
*******BTB***********                                                           
>Hsap_ENSP00000171111                                                           
MQPDPRPSGAGACCRFLPLQSQCPEGAGDAVMYASTECKAEVTPSQHGNRTFSYTLEDHTKQAFGIMNELRLSQQLCDVT
LQVKYQDAPAAQFMAHKVVLASSSPVFKAMFTNGLREQGMEVVSIEGIHPKVMERLIEFAYTASISMGEKCVLHVMNGAV
MYQIDSVVRACSDFLVQQLDPSNAIGIANFAEQIGCVELHQRAREYIYMHFGEVAKQEEFFNLSHCQLVTLISRDDLNVR
CESEVFHACINWVKYDCEQRRFYVQALLRAVRCHSLTPNFLQMQLQKCEILQSDSRCKDYLVKIFEELTLHKPTQVMPCR
APKVGRLIYTAGGYFRQSLSYLEAYNPSDGTWLRLADLQVPRSGLAGCVVGGLLYAVGGRNNSPDGNTDSSALDCYNPMT
NQWSPCAPMSVPRNRIGVGVIDGHIYAVGGSHGCIHHNSVERYEPERDEWHLVAPMLTRRIGVGVAVLNRLLYAVGGFDG
TNRLNSAECYYPERNEWRMITAMNTIRSGAGVCVLHNCIYAAGGYDGQDQLNSVERYDVETETWTFVAPMKHRRSALGIT
VHQGRIYVLGGYDGHTFLDSVECYDPDTDTWSEVTRMTSGRSGVGVAVTMEPCRKQIDQQNCTC                
>Hsap_ENSP00000209884                                                           
MEGKPMRRCTNIRPGETGMDVTSRCTLGDPNKLPEGVPQPARMPYISDKHPRQTLEVINLLRKHRELCDVVLVVGAKKIY
AHRVILSACSPYFRAMFTGELAESRQTEVVIRDIDERAMELLIDFAYTSQITVEEGNVQTLLPAACLLQLAEIQEACCEF
LKRQLDPSNCLGIRAFADTHSCRELLRIADKFTQHNFQEVMESEEFMLLPANQLIDIISSDELNVRSEEQVFNAVMAWVK
YSIQERRPQLPQVLQHVRLPLLSPKFLVGTVGSDPLIKSDEECRDLVDEAKNYLLLPQERPLMQGPRTRPRKPIRCGEVL
FAVGGWCSGDAISSVERYDPQTNEWRMVASMSKRRCGVGVSVLDDLLYAVGGHDGSSYLNSVERYDPKTNQWSSDVAPTS
TCRTSVGVAVLGGFLYAVGGQDGVSCLNIVERYDPKENKWTRVASMSTRRLGVAVAVLGGFLYAVGGSDGTSPLNTVERY
NPQENRWHTIAPMGTRRKHLGCAVYQDMIYAVGGRDDTTELSSAERYNPRTNQWSPVVAMTSRRSGVGLAVVNGQLMAVG
GFDGTTYLKTIEVFDPDANTWRLYGGMNYRRLGGGVGVIKMTHCESHIW                               
>Hsap_ENSP00000215739                                                           
MAGPGSTGGQIGAAALAGGARSKVAPSVDFDHSCSDSVEYLTLNFGPFETVHRWRRLPPCDEFVGARRSKHTVVAYKDAI
YVFGGDNGKTMLNDLLRFDVKDCSWCRAFTTGTPPAPRYHHSAVVYGSSMFVFGGYTGDIYSNSNLKNKNDLFEYKFATG
QWTEWKIEGRLPVARSAHGATVYSDKLWIFAGYDGNARLNDMWTIGLQDRELTCWEEVAQSGEIPPSCCNFPVAVCRDKM
FVFSGQSGAKITNNLFQFEFKDKTWTRIPTEHLLRGSPPPPQRRYGHTMVAFDRHLYVFGGAADNTLPNELHCYDVDFQT
WEVVQPSSDSEVGGAEVPERACASEEVPTLTYEERVGFKKSRDVFGLDFGTTSAKQPTQPASELPSGRLFHAAAVISDAM
YIFGGTVDNNIRSGEMYRFQFSCYPKCTLHEDYGRLWESRQFCDVEFVLGEKEECVQGHVAIVTARSRWLRRKITQARER
LAQKLEQEAAPVPREAPGVAAGGARPPLLHVAIREAEARPFEVLMQFLYTDKIKYPRKGHVEDVLLIMDVYKLALSFQLC
RLEQLCRQYIEASVDLQNVLVVCESAARLQLSQLKEHCLNFVVKESHFNQVIMMKEFERLSSPLIVEIVRRKQQPPPRTP
LDQPVDIGTSLIQDMKAYLEGAGAEFCDITLLLDGHPRPAHKAILAARSSYFEAMFRSFMPEDGQVNISIGEMVPSRQAF
ESMLRYIYYGEVNMPPEDSLYLFAAPYYYGFYNNRLQAYCKQNLEMNVTVQNVLQILEAADKTQALDMKRHCLHIIVHQF
TKVSKLPTLRSLSQQLLLDIIDSLASHISDKQCAELGADI                                        
>Hsap_ENSP00000230122                                                           
MAETSPEPSGQLVVHSDAHSDTVLASFEDQRKKGFLCDITLIVENVHFRAHKALLAASSEYFSMMFAEEGEIGQSIYMLE
GMVADTFGILLEFIYTGYLHASEKSTEQILATAQFLKVYDLVKAYTDFQNNHSSPKPTTLNTAGAPVVVISNKKNDPPKR
KRGRPKKVNTLQEEKSELAAEEEIQLRVNNSVQNRQNFVVKGDSGVLNEQIAAKEKEESEPTCEPSREEEMPVEKDENYD
PKTEDGQASQSRYSKRRIWRSVKLKDYKLVGDQEDHGSAKRICGRRKRPGGPEARCKDCGKVFKYNHFLAIHQRSHTGER
PFKCNECGKGFAQKHSLQVHTRMHTGERPYTCTVCSKALTTKHSLLEHMSLHSGQKSFTCDQCGKYFSQNRQLKSHYRVH
TGHSLPECKDCHRKFMDVSQLKKHLRTHTGEKPFTCEICGKSFTAKSSLQTHIRIHRGEKPYSCGICGKSFSDSSAKRRH
CILHTGKKPFSCPECNLQFARLDNLKAHLKIHSKEKHASDASSISGSSNTEEVRNILQLQPYQLSTSGEQEIQLLVTDSV
HNINFMPGPSQGISIVTAESSQNMTADQAANLTLLTQQPEQLQNLILSAQQEQTEHIQSLNMIESQMGPSQTEPVHVITL
SKETLEHLHAHQEQTEELHLATSTSDPAQHLQLTQEPGPPPPTHHVPQPTPLGQEQS                       
>Hsap_ENSP00000232014                                                           
MASPADSCIQFTRHASDVLLNLNRLRSRDILTDVVIVVSREQFRAHKTVLMACSGLFYSIFTDQLKCNLSVINLDPEINP
EGFCILLDFMYTSRLNLREGNIMAVMATAMYLQMEHVVDTCRKFIKASEAEMVSAIKPPREEFLNSRMLMPQDIMAYRGR
EVVENNLPLRSAPGCESRAFAPSLYSGLSTPPASYSMYSHLPVSSLLFSDEEFRDVRMPVANPFPKERALPCDSARPVPG
EYSRPTLEVSPNVCHSNIYSPKETIPEEARSDMHYSVAEGLKPAAPSARNAPYFPCDKASKEEERPSSEDEIALHFEPPN
APLNRKGLVSPQSPQKSDCQPNSPTESCSSKNACILQASGSPPAKSPTDPKACNWKKYKFIVLNSLNQNAKPEGPEQAEL
GRLSPRAYTAPPACQPPMEPENLDLQSPTKLSASGEDSTIPQASRLNNIVNRSMTGSPRSSSESHSPLYMHPPKCTSCGS
QSPQHAEMCLHTAGPTFPEEMGETQSEYSDSSCENGAFFCNECDCRFSEEASLKRHTLQTHSDKPYKCDRCQASFRYKGN
LASHKTVHTGEKPYRCNICGAQFNRPANLKTHTRIHSGEKPYKCETCGARFVQVAHLRAHVLIHTGEKPYPCEICGTRFR
HLQTLKSHLRIHTGEKPYHCEKCNLHFRHKSQLRLHLRQKHGAITNTKVQYRVSATDLPPELPKAC              
>Hsap_ENSP00000232744                                                           
MDTSDLFASCRKGDVGRVRYLLEQRDVEVNVRDKWDSTPLYYACLCGHEELVLYLLANGARCEANTFDGERCLYGALSDP
IRRALRDYKQVTASCRRRDYYDDFLQRLLEQGIHSDVVFVVHGKPFRVHRCVLGARSAYFANMLDTKWKGKSVVVLRHPL
INPVAFGALLQYLYTGRLDIGVEHVSDCERLAKQCQLWDLLSDLEAKCEKVSEFVASKPGTCVKVLTIEPPPADPRLRED
MALLADCALPPELRGDLWELPFPCPDGFNSCPDICFRVAGCSFLCHKAFFCGRSDYFRALLDDHFRESEEPATSGGPPAV
TLHGISPDVFTHVLYYMYSDHTELSPEAAYDVLSVADMYLLPGLKRLCGRSLAQMLDEDTVVGVWRVAKLFRLARLEDQC
TEYMAKVIEKLVEREDFVEAVKEEAAAVAARQETDSIPLVDDIRFHVASTVQTYSAIEEAQQRLRALEDLLVSIGLDC  
>Hsap_ENSP00000232766                                                           
MVEDGAEELEDLVHFSVSELPSRGYGVMEEIRRQGKLCDVTLKIGDHKFSAHRIVLAASIPYFHAMFTNDMMECKQDEIV
MQGMDPSALEALINFAYNGNLAIDQQNVQSLLMGASFLQLQSIKDACCTFLRERLHPKNCLGVRQFAETMMCAVLYDAAN
SFIHQHFVEVSMSEEFLALPLEDVLELVSRDELNVKSEEQVFEAALAWVRYDREQRGPYLPELLSNIRLPLCRPQFLSDR



VQQDDLVRCCHKCRDLVDEAKDYHLMPERRPHLPAFRTRPRCCTSIAGLIYAVGGLNSAGDSLNVVEVFDPIANCWERCR
PMTTARSRVGVAVVNGLLYAIGGYDGQLRLSTVEAYNPETDTWTRVGSMNSKRSAMGTVVLDGQIYVCGGYDGNSSLSSV
ETYSPETDKWTVVTSMSSNRSAAGVTVFEGRIYVSGGHDGLQIFSSVEHYNHHTATWHPAAGMLNKRCRHGAASLGSKMF
VCGGYDGSGFLSIAEMYSSVADQWCLIVPMHTRRSRVSLVASCGRLYAVGGYDGQSNLSSVEMYDPETDCWTFMAPMACH
EGGVGVGCIPLLTI                                                                  
>Hsap_ENSP00000232974                                                           
MGRLNEQRLFQPDLCDVDLVLVPQRSVFPAHKGVLAAYSQFFHSLFTQNKQLQRVELSLEALAPGGLQQILNFIYTSKLL
VNAANVHEVLSAASLLQMADIAASCQELLDARSLGPPGPGTVALAQPAASCTPAAPPYYCDIKQEADTPGLPKIYAREGP
DPYSVRVEDGAGTAGGTVPATIGPAQPFFKEEKEGGVEEAGGPPASLCKLEGGEELEEELGGSGTYSRREQSQIIVEVNL
NNQTLHVSTGPEGKPGAGPSPATVVLGREDGLQRHSDEEEEDDEEEEEEEEEEEGGGSGREEEEEEEGGSQGEEEEEEED
GHSEQEEEEEEEEEEGPSEQDQESSEEEEGEEGEAGGKQGPRGSRSSRADPPPHSHMATRSRENARRRGTPEPEEAGRRG
GKRPKPPPGVASASARGPPATDGLGAKVKLEEKQHHPCQKCPRVFNNRWYLEKHMNVTHSRMQICDQCGKRFLLESELLL
HRQTDCERNIQCVTCGKAFKKLWSLHEHNKIVHGYAEKKFSCEICEKKFYTMAHVRKHMVAHTKDMPFTCETCGKSFKRS
MSLKVHSLQHSGEKPFRCENCNERFQYKYQLRSHMSIHIGHKQFMCQWCGKDFNMKQYFDEHMKTHTGEKPYICEICGKS
FTSRPNMKRHRRTHTGEKPYPCDVCGQRFRFSNMLKAHKEKCFRVSHTLAGDGVPAAPGLPPTQPQAHALPLLPGLPQTL
PPPPHLPPPPPLFPTTASPGGRMNANN                                                     
>Hsap_ENSP00000240327                                                           
MSRVPSPPPPAEMSSGPVAESWCYTQIKVVKFSYMWTINNFSFCREEMGEVIKSSTFSSGANDKLKWCLRVNPKGLDEES
KDYLSLYLLLVSCPKSEVRAKFKFSILNAKGEETKAMESQRAYRFVQGKDWGFKKFIRRDFLLDEANGLLPDDKLTLFCE
VSVVQDSVNISGQNTMNMVKVPECRLADELGGLWENSRFTDCCLCVAGQEFQAHKAILAARSPVFSAMFEHEMEESKKNR
VEINDVEPEVFKEMMCFIYTGKAPNLDKMADDLLAAADKYALERLKVMCEDALCSNLSVENAAEILILADLHSADQLKTQ
AVDFINYHASDVLETSGWKSMVVSHPHLVAEAYRSLASAQCPFLGPPRKRLKQS                          
>Hsap_ENSP00000242810                                                           
MVLILGRRLNREDLGVRDSPATKRKVFEMDPKSLTGHEFFDFSSGSSHAENILQIFNEFRDSRLFTDVIICVEGKEFPCH
RAVLSACSSYFRAMFCNDHRESREMLVEINGILAEAMECFLQYVYTGKVKITTENVQYLFETSSLFQISVLRDACAKFLE
EQLDPCNCLGIQRFADTHSLKTLFTKCKNFALQTFEDVSQHEEFLELDKDELIDYICSDELVIGKEEMVFEAVMRWVYRA
VDLRRPLLHELLTHVRLPLLHPNYFVQTVEVDQLIQNSPECYQLLHEARRYHILGNEMMSPRTRPRRSTGYSEVIVVVGG
CERVGGFNLPYTECYDPVTGEWKSLAKLPEFTKSEYAVCALRNDILVSGGRINSRDVWIYNSQLNIWIRVASLNKGRWRH
KMAVLLGKVYVVGGYDGQNRLSSVECYDSFSNRWTEVAPLKEAVSSPAVTSCVGKLFVIGGGPDDNTCSDKVQSYDPETN
SWLLRAAIPIAKRCITAVSLNNLIYVAGGLTKAIYCYDPVEDYWMHVQNTFSRQENCGMSVCNGKIYILGGRRENGEATD
TILCYDPATSIITGVAAMPRPVSYHGCVTIHRYNEKCFKL                                        
>Hsap_ENSP00000245663                                                           
MNNRKEDMEITSHYRHLLRELNEQRQHGVLCDVCVVVEGKVFKAHKNVLLGSSRYFKTLYCQVQKTSEQATVTHLDIVTA
QGFKAIIDFMYSAHLALTSRNVIEVMSAASFLQMTDIVQACHDFIKAALDISIKSDASDELAEFEIGASSSSSTEALISA
VMAGRSISPWLARRTSPANSSGDSAIASCHDGGSSYGKEDQEPKADGPDDVSSQPLWPGDVGYGPLRIKEEQVSPSQYGG
SELPSAKDGAVQNSFSEQSAGDAWQPTGRRKNRKNKETVRHITQQVEDDSRASSPVPSFLPTSGWPFSSRDSNADLSVTE
ASSSDSRGERAELYAQVEEGLLGGEASYLGPPLTPEKDDALHQATAVANLRAALMSKNSLLSLKADVLGDDGSLLFEYLP
RGAHSLSLNEFTVIRKKFKCPYCSFSAMHQCILKRHMRSHTGERPYPCEICGKKFTRREHMKRHTLVHSKDKKYVCKVCS
RVFMSAASVGIRHGSRRHGVCTDCAGRGMAGPLDHGGGGGEGSPEALFPGDGPYLEDPEDPRGEAEELGEDDEGLAPEDA
LLADDKDEEDSPRPRSPPGGPDKDFAWLS                                                   
>Hsap_ENSP00000248272                                                           
MAEGSAVSDPQHAARLLRALSSFREESRFCDAHLVLDGEEIPVQKNILAAASPYIRTKLNYNPPKDDGSTYKIELEGISV
MVMREILDYIFSGQIRLNEDTIQDVVQAADLLLLTDLKTLCCEFLEGCIAAENCIGIRDFALHYCLHHVHYLATEYLETH
FRDVSSTEEFLELSPQKLKEVISLEKLNVGNERYVFEAVIRWIAHDTEIRKVHMKDVMSALWVSGLDSSYLREQMLNEPL
VREIVKECSNIPLSQPQQGEAMLANFKPRGYSECIVTVGGEERVSRKPTAAMRCMCPLYDPNRQLWIELAPLSMPRINHG
VLSAEGFLFVFGGQDENKQTLSSGEKYDPDANTWTALPPMNEARHNFGIVEIDGMLYILGGEDGEKELISMECYDIYSKT
WTKQPDLTMVRKIGCYAAMKKKIYAMGGGSYGKLFESVECYDPRTQQWTAICPLKERRFGAVACGVAMELYVFGGVRSRE
DAQGSEMVTCKSEFYHDEFKRWIYLNDQNLCIPASSSFVYGAVPIGASIYVIGDLDTGTNYDYVREFKRSTGTWHHTKPL
LPSDLRRTGCAALRIANCKLFRLQLQQGLFRIRVHSP                                           
>Hsap_ENSP00000255608                                                           
MAAGGSGGRASCPPGVGVGPGTGGSPGPSANAAATPAPGNAAAAAAAAAAAAAAPGPTPPAPPGPGTDAQAAGAERAEEA
AGPGAAALQREAAYNWQASKPTVQERFAFLFNNEVLCDVHFLVGKGLSSQRIPAHRFVLAVGSAVFDAMFNGGMATTSTE
IELPDVEPAAFLALLKFLYSDEVQIGPETVMTTLYTAKKYAVPALEAHCVEFLKKNLRADNAFMLLTQARLFDEPQLASL
CLENIDKNTADAITAEGFTDIDLDTLVAVLERDTLGIREVRLFNAVVRWSEAECQRQQLQVTPENRRKVLGKALGLIRFP
LMTIEEFAAGPAQSGILVDREVVSLFLHFTVNPKPRVEFIDRPRCCLRGKECSINRFQQVESRWGYSGTSDRIRFSVNKR
IFVVGFGLYGSIHGPTDYQVNIQIIHTDSNTVLGQNDTGFSCDGSASTFRVMFKEPVEVLPNVNYTACATLKGPDSHYGT
KGLRKVTHESPTTGAKTCFTFCYAAGNNNGTSVEDGQIPEVIFYT                                   
>Hsap_ENSP00000257749                                                           
MSVDEKPDSPMYVYESTVHCTNILLGLNDQRKKDILCDVTLIVERKEFRAHRAVLAACSEYFWQALVGQTKNDLVVSLPE
EVTARGFGPLLQFAYTAKLLLSRENIREVIRCAEFLRMHNLEDSCFSFLQTQLLNSEDGLFVCRKDAACQRPHEDCENSA
GEEEDEEEETMDSETAKMACPRDQMLPEPISFEAAAIPVAEKEEALLPEPDVPTDTKESSEKDALTQYPRYKKYQLACTK
NVYNASSHSTSGFASTFREDNSSNSLKPGLARGQIKSEPPSEENEEESITLCLSGDEPDAKDRAGDVEMDRKQPSPAPTP



TAPAGAACLERSRSVASPSCLRSLFSITKSVELSGLPSTSQQHFARSPACPFDKGITQGDLKTDYTPFTGNYGQPHVGQK
EVSNFTMGSPLRGPGLEALCKQEGELDRRSVIFSSSACDQVSTSVHSYSGVSSLDKDLSEPVPKGLWVGAGQSLPSSQAY
SHGGLMADHLPGRMRPNTSCPVPIKVCPRSPPLETRTRTSSSCSSYSYAEDGSGGSPCSLPLCEFSSSPCSQGARFLATE
HQEPGLMGDGMYNQVRPQIKCEQSYGTNSSDESGSFSEADSESCPVQDRGQEVKLPFPVDQITDLPRNDFQMMIKMHKLT
SEQLEFIHDVRRRSKNRIAAQRCRKRKLDCIQNLECEIRKLVCEKEKLLSERNQLKACMGELLDNFSCLSQEVCRDIQSP
EQIQALHRYCPVLRPMDLPTASSINPAPLGAEQNIAASQCAVGENVPCCLEPGAAPPGPPWAPSNTSENCTSGRRLEGTD
PGTFSERGPPLEPRSQTVTVDFCQEMTDKCTTDEQPRKDYT                                       
>Hsap_ENSP00000258646                                                           
MVDVGKWPIFTLLSPQEIASIRKACVFGTSASEALYVTDNDEVFVFGLNYSNCLGTGDNQSTLVPKKLEGLCGKKIKSLS
YGSGPHVLLSTEDGVVYAWGHNGYSQLGNGTTNQGIAPVQVCTNLLIKQVVEVACGSHHSMALAADGEVFAWGYNNCGQV
GSGSTANQPTPRKVTNCLHIKRVVGIACGQTSSMAVLDNGEVYGWGYNGNGQLGLGNNGNQLTPVRVAALHSVCVNQIVC
GYAHTLALTDEGLLYAWGANTYGQLGTGNKNNLLSPAHIMVEKERVVEIAACHSAHTSAAKTQGGHVYMWGQCRGQSVIL
PHLTHFSCTDDVFACFATPAVSWRLLSVEHEDFLTVAESLKKEFDSPETADLKFRIDGKYIHVHKAVLKIRCEHFRSMFQ
SYWNEDMKEVIEIDQFSYPVYRAFLQYLYTDTVDLPPEDAIGLLDLATSYCENRLKKLCQHIIKRGITVENAFSLFSAAV
RYDAEDLEEFCFKFCINHLTEVTQTAAFWQMDGPLLKEFIAKASKCGAFKN                             
>Hsap_ENSP00000261683                                                           
MDTASHSLVLLQQLNMQREFGFLCDCTVAIGDVYFKAHRAVLAAFSNYFKMIFIHQTSECIKIQPTDIQPDIFSYLLHIM
YTGKGPKQIVDHSRLEEGIRFLHADYLSHIATEMNQVFSPETVQSSNLYGIQISTTQKTVVKQGLEVKEAPSSNSGNRAA
VQGDHPQLQLSLAIGLDDGTADQQRACPATQALEEHQKPPVSIKQERCDPESVISQSHPSPSSEVTGPTFTENSVKIHLC
HYCGERFDSRSNLRQHLHTHVSGSLPFGVPASILESNDLGEVHPLNENSEALECRRLSSFIVKENEQQPDHTNRGTTEPL
QISQVSLISKDTEPVELNCNFSFSRKRKMSCTICGHKFPRKSQLLEHMYTHKGKSYRYNRCQRFGNALAQRFQPYCDSWS
DVSLKSSRLSQEHLDLPCALESELTQENVDTILVE                                             
>Hsap_ENSP00000261721                                                           
MASLGPAAAGEQASGAEAEPGPAGPPPPPSPSSLGPLLPLQREPLYNWQATKASLKERFAFLFNSELLSDVRFVLGKGRG
AAAAGGPQRIPAHRFVLAAGSAVFDAMFNGGMATTSAEIELPDVEPAAFLALLRFLYSDEVQIGPETVMTTLYTAKKYAV
PALEAHCVEFLTKHLRADNAFMLLTQARLFDEPQLASLCLDTIDKSTMDAISAEGFTDIDIDTLCAVLERDTLSIRESRL
FGAVVRWAEAECQRQQLPVTFGNKQKVLGKALSLIRFPLMTIEEFAAGPAQSGILSDREVVNLFLHFTVNPKPRVEYIDR
PRCCLRGKECCINRFQQVESRWGYSGTSDRIRFTVNRRISIVGFGLYGSIHGPTDYQVNIQIIEYEKKQTLGQNDTGFSC
DGTANTFRVMFKEPIEILPNVCYTACATLKGPDSHYGTKGLKKVVHETPAASKTVFFFFSSPGNNNGTSIEDGQIPEIIF
YT                                                                              
>Hsap_ENSP00000262630                                                           
MSLPPIRLPSPYGSDRLVQLAARLRPALCDTLITVGSQEFPAHSLVLAGVSQQLGRRGQWALGEGISPSTFAQLLNFVYG
ESVELQPGELRPLQEAARALGVQSLEEACWRARGDRAKKPDPGLKKHQEEPEKPSRNPERELGDPGEKQKPEQVSRTGGR
EQEMLHKHSPPRGRPEMAGATQEAQQEQTRSKEKRLQAPVGQRGADGKHGVLTWLRENPGGSEESLRKLPGPLPPAGSLQ
TSVTPRPSWAEAPWLVGGQPALWSILLMPPRYGIPFYHSTPTTGAWQEVWREQRIPLSLNAPKGLWSQNQLASSSPTPGS
LPQGPAQLSPGEMEESDQGHTGALATCAGHEDKAGCPPRPHPPPAPPARSRPYACSVCGKRFSLKHQMETHYRVHTGEKP
FSCSLCPQRSRDFSAMTKHLRTHGAAPYRCSLCGAGCPSLASMQAHMRGHSPSQLPPGWTIRSTFLYSSSRPSRPSTSPC
CPSSSTT                                                                         
>Hsap_ENSP00000266269                                                           
MERVNDASCGPSGCYTYQVSRHSTEMLHNLNQQRKNGGRFCDVLLRVGDESFPAHRAVLAACSEYFESVFSAQLGDGGAA
DGGPADVGGATAAPGGGAGGSRELEMHTISSKVFGDILDFAYTSRIVVRLESFPELMTAAKFLLMRSVIEICQEVIKQSN
VQILVPPARADIMLFRPPGTSDLGFPLDMTNGAALAANSNGIAGSMQPEEEAARAAGAAIAGQASLPVLPGVDRLPMVAG
PLSPQLLTSPFPSVASSAPPLTGKRGRGRPRKANLLDSMFGSPGGLREAGILPCGLCGKVFTDANRLRQHEAQHGVTSLQ
LGYIDLPPPRLGENGLPISEDPDGPRKRSRTRKQVACEICGKIFRDVYHLNRHKLSHSGEKPYSCPVCGLRFKRKDRMSY
HVRSHDGSVGKPYICQSCGKGFSRPDHLNGHIKQVHTSERPHKCQTCNASFATRDRLRSHLACHEDKVPCQVCGKYLRAA
YMADHLKKHSEGPSNFCSICNRGFSSASYLKVHVKTHHGVPLPQVSRHQEPILNGGAAFHCARTYGNKEGQKCSHQDPIE
SSDSYGDLSDASDLKTPEKQSANGSFSCDMAVPKNKMESDGEKKYPCPECGSFFRSKSYLNKHIQKVHVRALGGPLGDLG
PALGSPFSPQQNMSLLESFGFQIVQSAFASSLVDPEVDQQPMGPEGK                                 
>Hsap_ENSP00000272797                                                           
MALKGQEDYIYLFKDSTHPVDFLDAFRTFYLDGLFTDITLQCPSGIIFHCHRAVLAACSNYFKAMFTADMKEKFKNKIKL
SGIHHDILEGLVNYAYTSQIEITKRNVQSLLEAADLLQFLSVKKACERFLVRHLDIDNCIGMHSFAEFHVCPELEKESRR
ILCSKFKEVWQQEEFLEISLEKFLFILSRKNLSVWKEEAIIEPVIKWTAHDVENRIECLYNLLSYINIDIDPVYLKTALG
LQRSCLLTENKIRSLIYNALNPMHKEISQRSTATMYIIGGYYWHPLSEVHIWDPLTNVWIQGAEIPDYTRESYGVTCLGP
NIYVTGGYRTDNIEALDTVWIYNSESDEWTEGLPMLNARYYHCAVTLGGCVYALGGYRKGAPAEEAEFYDPLKEKWIPIA
NMIKGVGNATACVLHDVIYVIGGHCGYRGSCTYDKVQSYNSDINEWSLITSSPHPEYGLCSVPFENKLYLVGGQTTITEC
YDPEQNEWREIAPMMERRMECGAVIMNGCIYVTGGYSYSKGTYLQSIEKYDPDLNKWEIVGNLPSAMRSHGCVCVYNV  
>Hsap_ENSP00000273963                                                           
MASDSMSSKQARNHITKGKRQQQHQQIKNRSSISDGDGEDSFIFEANEAWKDFHGSLLRFYENGELCDVTLKVGSKLISC
HKLVLACVIPYFRAMFLSEMAEAKQTLIEIRDFDGDAIEDLVKFVYSSRLTLTVDNVQPLLYAACILQVELVARACCEYM
KLHFHPSNCLAVRAFAESHNRIDLMDMADQYACDHFTEVVECEDFVSVSPQHLHKLLSSSDLNIENEKQVYNAAIKWLLA
NPQHHSKWLDETLAQVRLPLLPVDFLMGVVAKEQIVKQNLKCRDLLDEARNYHLHLSSRAVPDFEYSIRTTPRKHTAGVL
FCVGGRGGSGDPFRSIECYSINKNSWFFGPEMNSRRRHVGVISVEGKVYAVGGHDGNEHLGSMEMFDPLTNKWMMKASMN



TKRRGIALASLGGPIYAIGGLDDNTCFNDVERYDIESDQWSTVAPMNTPRGGVGSVALVNHVYAVGGNDGMASLSSVERY
DPHLDKWIEVKEMGQRRAGNGVSKLHGCLYVVGGFDDNSPLSSVERYDPRSNKWDYVAALTTPRGGVGIATVMGKIFAVG
GHNGNAYLNTVEAFDPVLNRWELVGSVSHCRAGAGVAVCSCLTSQIRDVGHGSNNVVDCM                    
>Hsap_ENSP00000277554                                                           
MSQMLHIEIPNFGNTVLGCLNEQRLLGLYCDVSIVVKGQAFKAHRAVLAASSLYFRDLFSGNSKSAFELPGSVPPACFQQ
ILSFCYTGRLTMTASEQLVVMYTAGFLQIQHIVERGTDLMFKVSSPHCDSQTAVIEDAGSEPQSPCNQLQPAAAAAAPYV
VSPSVPIPLLTRVKHEAMELPPAGPGLAPKRPLETGPRDGVAVAAGAAVAAGTAPLKLPRVSYYGVPSLATLIPGIQQMP
YPQGERTSPGASSLPTTDSPTSYHNEEDEEDDEAYDTMVEEQYGQMYIKASGSYAVQEKPEPVPLESRSCVLIRRDLVAL
PASLISQIGYRCHPKLYSEGDPGEKLELVAGSGVYITRGQLMNCHLCAGVKHKVLLRRLLATFFDRNTLANSCGTGIRSS
TSDPSRKPLDSRVLNAVKLYCQNFAPSFKESEMNVIAADMCTNARRVRKRWLPKIKSMLPEGVEMYRTVMGSAAASVPLD
PEFPPAAAQVFEQRIYAERRGDAATIVALRTDAVNVDLSAAANPAFDAGEEVDGAGSVIQEVAAPEPLPADGQSPPQPFE
QGGGGPSRPQTPAAAARRPEGTYAGTL                                                     
>Hsap_ENSP00000280098                                                           
MSREPTPPLPGDMSTGPIAESWCYTQVKVVKFSYMWTINNFSFCREEMGEVLKSSTFSSGPSDKMKWCLRVNPKGLDDES
KDYLSLYLLLVSCPKSEVRAKFKFSLLNAKREETKAMESQRAYRFVQGKDWGFKKFIRRDFLLDEANGLLPDDKLTLFCE
VSVVQDSVNISGHTNTNTLKVPECRLAEDLGNLWENTRFTDCSFFVRGQEFKAHKSVLAARSPVFNAMFEHEMEESKKNR
VEINDLDPEVFKEMMRFIYTGRAPNLDKMADNLLAAADKYALERLKVMCEEALCSNLSVENVADTLVLADLHSAEQLKAQ
AIDFINRCSVLRQLGCKDGKNWNSNQATDIMETSGWKSMIQSHPHLVAEAFRALASAQCPQFGIPRKRLKQS        
>Hsap_ENSP00000280758                                                           
MARRGKKPVVRTLEDLTLDSGYGGAADSVRSSNLSLCCSDSHPASPYGGSCWPPLADSMHSRHNSFDTVNTALVEDSEGL
DCAGQHCSRLLPDLDEVPWTLQELEALLLRSRDPRAGPAVPGGLPKDALAKLSTLVSRALVRIAKEAQRLSLRFAKCTKY
EIQSAMEIVLSWGLAAHCTAAALAALSLYNMSSAGGDRLGRGKSARCGLTFSVGRVYRWMVDSRVALRIHEHAAIYLTAC
MESLFRDIYSRVVASGVPRSCSGPGSGSGSGPGPSSGPGAAPAADKEREAPGGGAASGGACSAASSASGGSSCCAPPAAA
AAAVPPAAAANHHHHHHHALHEAPKFTVETLEHTVNNDSEIWGLLQPYQHLICGKNASGVLCLPDSLNLHRDPQRSNKPG
ELPMFSQSELRTIEQSLLATRVGSIAELSDLVSRAMHHLQPLNAKHHGNGTPLHHKQGALYWEPEALYTLCYFMHCPQME
WENPNVEPSKVNLQVERPFLVLPPLMEWIRVAVAHAGHRRSFSMDSDDVRQAARLLLPGVDCEPRQLRADDCFCASRKLD
AVAIEAKFKQDLGFRMLNCGRTDLVKQAVSLLGPDGINTMSEQGMTPLMYACVRGDEAMVQMLLDAGADLNVEVVSTPHK
YPSVHPETRHWTALTFAVLHGHIPVVQLLLDAGAKVEGSVEHGEENYSETPLQLAAAVGNFELVSLLLERGADPLIGTMY
RNGISTTPQGDMNSFSQAAAHGHRNVFRKLLAQPEKEKSDILSLEEILAEGTDLAETAPPPLCASRNSKAKLRALREAMY
HSAEHGYVDVTIDIRSIGVPWTLHTWLESLRIAFQQHRRPLIQCLLKEFKTIQEEEYTEELVTQGLPLMFEILKASKNEV
ISQQLCVIFTHCYGPYPIPKLTEIKRKQTSRLDPHFLNNKEMSDVTFLVEGRPFYAHKVLLFTASPRFKALLSSKPTNDG
TCIEIGYVKYSIFQLVMQYLYYGGPESLLIKNNEIMELLSAAKFFQLEALQRHCEIICAKSINTDNCVDIYNHAKFLGVT
ELSAYCEGYFLKNMMVLIENEAFKQLLYDKNGEGTGQDVLQDLQRTLAIRIQSIHLSSSKGSVV                
>Hsap_ENSP00000282570                                                           
MGSLSSRVLRQPRPALAQQAQGARAGGSARRPDTGDDAAGHGFCYCAGSHKRKRSSGSFCYCHPDSETDEDEEEGDEQQR
LLNTPRRKKLKSTSKYIYQTLFLNGENSDIKICALGEEWSLHKIYLCQSGYFSSMFSGSWKESSMNIIELEIPDQNIDVE
ALQVAFGSLYRDDVLIKPSRVVAILAAACLLQLDGLIQQCGETMKETVNVKTVCGYYTSAGTYGLDSVKKKCLEWLLNNL
MTHQNVELFKELSINVMKQLIGSSNLFVMQVEMDIYTALKKWMFLQLVPSWNGSLKQLLTETDVWFSKQRKDFEGMAFLE
TEQGKPFVSVFRHLRLQYIISDLASARIIEQDAVVPSEWLSSVYKQQWFAMLRAEQDSEVGPQEINKEELEGNSMRCGRK
LAKDGEYCWRWTGFNFGFDLLVTYTNRYIIFKRNTLNQPCSGSVSLQPRRSIAFRLRLASFDSSGKLICSRTTGYQILTL
EKDQEQVVMNLDSRLLIFPLYICCNFLYISPEKKN                                             
>Hsap_ENSP00000284669                                                           
MDSQRELAEELRLYQSTLLQDGLKDLLDEKKFIDCTLKAGDKSLPCHRLILSACSPYFREYFLSEIDEAKKKEVVLDNVD
PAILDLIIKYLYSASIDLNDGNVQDIFALASRFQIPSVFTVCVSYLQKRLAPGNCLAILRLGLLLDCPRLAISAREFVSD
RFVQICKEEDFMQLSPQELISVISNDSLNVEKEEAVFEAVMKWVRTDKENRVKNLSEVFDCIRFRLMTEKYFKDHVEKDD
IIKSNPDLQKKIKVLKDAFAGKLPEPSKNAAKTGAGEVNGDVGDEDLLPGYLNDIPRHGMFVKDLILLVNDTAAVAYDPT
ENECYLTALAEQIPRNHSSIVTQQNQIYVVGGLYVDEENKDQPLQSYFFQLDSIASEWVGLPPLPSARCLFGLGEVDDKI
YVVAGKDLQTEASLDSVLCYDPVAAKWNEVKKLPIKVYGHNVISHKGMIYCLGGKTDDKKCTNRVFIFNPKKGDWKDLAP
MKIPRSMFGVAVHKGKIVIAGGVTEDGLSASVEAFDLTTNKWDVMTEFPQERSSISLVSLAGSLYAIGGFAMIQLESKEF
APTEVNDIWKYEDDKKEWAGMLKEIRYASGASCLATRLNLFKLSKL                                  
>Hsap_ENSP00000286800                                                           
MSLSENSVFAYESSVHSTNVLLSLNDQRKKDVLCDVTIFVEGQRFRAHRSVLAACSSYFHSRIVGQADGELNITLPEEVT
VKGFEPLIQFAYTAKLILSKENVDEVCKCVEFLSVHNIEESCFQFLKFKFLDSTADQQECPRKKCFSSHCQKTDLKLSLL
DQRDLETDEVEEFLENKNVQTPQCKLRRYQGNAKASPPLQDSASQTYESMCLEKDAALALPSLCPKYRKFQKAFGTDRVR
TGESSVKDIHASVQPNERSENECLGGVPECRDLQVMLKCDESKLAMEPEETKKDPASQCPTEKSEVTPFPHNSSIDPHGL
YSLSLLHTYDQYGDLNFAGMQNTTVLTEKPLSGTDVQEKTFGESQDLPLKSDLGTREDSSVASSDRSSVEREVAEHLAKG
FWSDICSTDTPCQMQLSPAVAKDGSEQISQKRSECPWLGIRISESPEPGQRTFTTLSSVNCPFISTLSTEGCSSNLEIGN
DDYVSEPQQEPCPYACVISLGDDSETDTEGDSESCSAREQECEVKLPFNAQRIISLSRNDFQSLLKMHKLTPEQLDCIHD
IRRRSKNRIAAQRCRKRKLDCIQNLESEIEKLQSEKESLLKERDHILSTLGETKQNLTGLCQKVCKEAALSQEQIQILAK
YSAADCPLSFLISEKDKSTPDGELALPSIFSLSDRPPAVLPPCARGNSEPGYARGQESQQMSTATSEQAGPAEQCRQSGG
ISDFCQQMTDKCTTDE                                                                
>Hsap_ENSP00000287777                                                           



MALGLEQAEEQRLYQQTLLQDGLKDMLDHGKFLDCVVRAGEREFPCHRLVLAACSPYFRARFLAEPERAGELHLEEVSPD
VVAQVLHYLYTSEIALDEASVQDLFAAAHRFQIPSIFTICVSFLQKRLCLSNCLAVFRLGLLLDCARLAVAARDFICAHF
TLVARDADFLGLSADELIAIISSDGLNVEKEEAVFEAVMRWAGSGDAEAQAERQRALPTVFESVRCRLLPRAFLESRVER
HPLVRAQPELLRKVQMVKDAHEGRITTLRKKKKGKDGAGAKEADKGTSKAKAEEDEEAERILPGILNDTLRFGMFLQDLI
FMISEEGAVAYDPAANECYCASLSNQVPKNHVSLVTKENQVFVAGGLFYNEDNKEDPMSAYFLQFDHLDSEWLGMPPLPS
PRCLFGLGEALNSIYVVGGREIKDGERCLDSVMCYDRLSFKWGESDPLPYVVYGHTVLSHMDLVYVIGGKGSDRKCLNKM
CVYDPKKFEWKELAPMQTARSLFGATVHDGRIIVAAGVTDTGLTSSAEVYSITDNKWAPFEAFPQERSSLSLVSLVGTLY
AIGGFATLETESGELVPTELNDIWRYNEEEKKWEGVLREIAYAAGATFLPVRLNVLCLTKM                   
>Hsap_ENSP00000292431                                                           
MAQTLQMEIPNFGNSILECLNEQRLQGLYCDVSVVVKGHAFKAHRAVLAASSSYFRDLFNNSRSAVVELPAAVQPQSFQQ
ILSFCYTGRLSMNVGDQFLLMYTAGFLQIQEIMEKGTEFFLKVSSPSCDSQGLHAEEAPSSEPQSPVAQTSGWPACSTPL
PLVSRVKTEQQESDSVQCMPVAKRLWDSGQKEAGGGGNGSRKMAKFSTPDLAANRPHQPPPPQQAPVVAAAQPAVAAGAG
QPAGGVAAAGGVVSGPSTSERTSPGTSSAYTSDSPGSYHNEEDEEEDGGEEGMDEQYRQICNMYTMYSMMNVGQTAEKVE
ALPEQVAPESRNRIRVRQDLASLPAELINQIGNRCHPKLYDEGDPSEKLELVTGTNVYITRAQLMNCHVSAGTRHKVLLR
RLLASFFDRNTLANSCGTGIRSSTNDPRRKPLDSRVLHAVKYYCQNFAPNFKESEMNAIAADMCTNARRVVRKSWMPKVK
VLKAEDDAYTTFISETGKIEPDMMGVEHGFETASHEGEAGPSAEALQ                                 
>Hsap_ENSP00000293303                                                           
MEMESAAASTRFHQPHMERKMSAMACEIFNELRLEGKLCDVVIKVNGFEFSAHKNILCSCSSYFRALFTSGWNNTEKKVY
NIPGISPDMMKLIIEYAYTRTVPITPDNVEKLLAAADQFNIMGIVRGCCEFLKSELCLDNCIGICKFTDYYYCPELRQKA
YMFILHNFEEMVKVSAEFLELSVTELKDIIEKDELNVKQEDAVFEAILKWISHDPQNRKQHISILLPKVRLALMHAEYFM
NNVKMNDYVKDSEECKPVIINALKAMYDLNMNGPSNSDFTNPLTRPRLPYAILFAIGGWSGGSPTNAIEAYDARADRWVN
VTCEEESPRAYHGAAYLKGYVYIIGGFDSVDYFNSVKRFDPVKKTWHQVAPMHSRRCYVSVTVLGNFIYAMGGFDGYVRL
NTAERYEPETNQWTLIAPMHEQRSDASATTLYGKVYICGGFNGNECLFTAEVYNTESNQWTVIAPMRSRRSGIGVIAYGE
HVYAVGGFDGANRLRSAEAYSPVANTWRTIPTMFNPRSNFGIEVVDDLLFVVGGFNGFTTTFNVECYDEKTDEWYDAHDM
SIYRSALSCCVVPGLANVEEYAARRDNFPGLALRDEVKYSASTSTLPV                                
>Hsap_ENSP00000293805                                                           
MGSPAAPEGALGYVREFTRHSSDVLGNLNELRLRGILTDVTLLVGGQPLRAHKAVLIACSGFFYSIFRGRAGVGVDVLSL
PGGPEARGFAPLLDFMYTSRLRLSPATAPAVLAAATYLQMEHVVQACHRFIQASYEPLGISLRPLEAEPPTPPTAPPPGS
PRRSEGHPDPPTESRSCSQGPPSPASPDPKACNWKKYKYIVLNSQASQAGSLVGERSSGQPCPQARLPSGDEASSSSSSS
SSSSEEGPIPGPQSRLSPTAATVQFKCGAPASTPYLLTSQAQDTSGSPSERARPLPGSEFFSCQNCEAVAGCSSGLDSLV
PGDEDKPYKCQLCRSSFRYKGNLASHRTVHTGEKPYHCSICGARFNRPANLKTHSRIHSGEKPYKCETCGSRFVQVAHLR
AHVLIHTGEKPYPCPTCGTRFRHLQTLKSHVRIHTGEKPYHCDPCGLHFRHKSQLRLHLRQKHGAATNTKVHYHILGGP 
>Hsap_ENSP00000294008                                                           
MKLSVNEAQLGFYLGSLSHLSACPGIDPRSSEDQPESLKTGQMMDESDEDFKELCASFFQRVKKHGIKEVSGERKTQKAA
SNGTQIRSKLKRTKQTATKTKTLQGPAEKKPPSGSQAPRTKKQRVTKWQASEPAHSVNGEGGVLASAPDPPVLRETAQNT
QTGNQQEPSPNLSREKTRENVPNSDSQPPPSCLTTAVPSPSKPRTAQLVLQRMQQFKRADPERLRHASEECSLEAAREEN
VPKDPQEEMMAGNVYGLGPPAPESDAAVALTLQQEFARVGASAHDDSLEEKGLFFCQICQKNLSAMNVTRREQHVNRCLD
EAEKTLRPSVPQIPECPICGKPFLTLKSRTSHLKQCAVKMEVGPQLLLQAVRLQTAQPEGSSSPPMFSFSDHSRGLKRRG
PTSKKEPRKRRKVDEAPSEDLLVAMALSRSEMEPGAAVPALRLESAFSERIRPEAENKSRKKKPPVSPPLLLVQDSETTG
RQIEDRVALLLSEEVELSSTPPLPASRILKEGWERAGQCPPPPERKQSFLWEGSALTGAWAMEDFYTARLVPPLVPQRPA
QGLMQEPVPPLVPPEHSELSERRSPALHGTPTAGCGSRGPSPSASQREHQALQDLVDLAREGLSASPWPGSGGLAGSEGT
AGLDVVPGGLPLTGFVVPSQDKHPDRGGRTLLSLGLLVADFGAMVNNPHLSDVQFQTDSGEVLYAHKFVLYARCPLLIQY
VNNEGFSAVEDGVLTQRVLLGDVSTEAARTFLHYLYTADTGLPPGLSSELSSLAHRFGVSELVHLCEQVPIATDSEGKPW
EEKEAENCESRAENFQELLRSMWADEEEEAETLLKSKDHEEDQENVNEAEMEEIYEFAATQRKLLQEERAAGAGEDADWL
EGGSPVSGQLLAGVQVQKQWDKVEEMEPLEPGRDEAATTWEKMGQCALPPPQGQHSGARGAEAPEQEAPEEALGHSSCSS
PSRDCQAERKEGSLPHSDDAGDYEQLFSSTQGEISEPSQITSEPEEQSGAVRERGLEVSHRLAPWQASPPHPCRFLLGPP
QGGSPRGSHHTSGSSLSTPRSRGGTSQVGSPTLLSPAVPSKQKRDRSILTLSKEPGHQKGKERRSVLECRNKGVLMFPEK
SPSIDLTQSNPDHSSSRSQKSSSKLNEEDEVILLLDSDEELELEQTKMKSISSDPLEEKKALEISPRSCELFSIIDVDAD
QEPSQSPPRSEAVLQQEDEGALPENRGSLGRRGAPWLFCDRESSPSEASTTDTSWLVPATPLASRSRDCSSQTQISSLRS
GLAVQAVTQHTPRASVGNREGNEVAQKFSVIRPQTPPPQTPSSCLTPVSPGTSDGRRQGHRSPSRPHPGGHPHSSPLAPH
PISGDRAHFSRRFLKHSPPGPSFLNQTPAGEVVEVGDSDDEQEVASHQANRSPPLDSDPPIPIDDCCWHMEPLSPIPIDH
WNLERTGPLSTSSPSRRMNEAADSRDCRSPGLLDTTPIRGSCTTQRKLQEKSSGAGSLGNSRPSFLNSALWDVWDGEEQR
PPETPPPAQMPSAGGAQKPEGLETPKGANRKKNLPPKVPITPMPQYSIMETPVLKKELDRFGVRPLPKRQMVLKLKEIFQ
YTHQTLDSDSEDESQSSQPLLQAPHCQTLASQTYKPSRAGVHAQQEATTGPGAHRPKGPAKTKGPRHQRKHHESITPPSR
SPTKEAPPGLNDDAQIPASQESVATSVDGSDSSLSSQSSSSCEFGAAFESAGEEEGEGEVSASQAAVQAADTDEALRCYI
RSKPALYQKVLLYQPFELRELQAELRQNGLRVSSRRLLDFLDTHCITFTTAATRREKLQGRRRQPRGKKKVERN      
>Hsap_ENSP00000300101                                                           
MGMRIKLQSTNHPNNLLKELNKCRLSETMCDVTIVVGSRSFPAHKAVLACAAGYFQNLFLNTGLDAARTYVVDFITPANF
EKVLSFVYTSELFTDLINVGVIYEVAERLGMEDLLQACHSTFPDLESTARAKPLTSTSESHSGTLSCPSAEPAHPLGELR
GGGDYLGADRNYVLPSDAGGSYKEEEKNVASDANHSLHLPQPPPPPPKTEDHDTPAPFTSIPSMMTQPLLGTVSTGIQTS
TSSCQPYKVQSNGDFSKNSFLTPDNAVDITTGTNSCLSNSEHSKDPGFGQMDELQLEDLGDDDLQFEDPAEDIGTTEEVI
ELSDDSEDELAFGENDNRENKAMPCQVCKKVLEPNIQLIRQHARDHVDLLTGNCKVCETHFQDRNSRVTHVLSHIGIFLF



SCDMCETKFFTQWQLTLHRRDGIFENNIIVHPNDPLPGKLGLFSGAASPELKCAACGKVLAKDFHVVRGHILDHLNLKGQ
ACSVCDQRHLNLCSLMWHTLSHLGISVFSCSVCANSFVDWHLLEKHMAVHQSLEDALFHCRLCSQSFKSEAAYRYHVSQH
KCNSGLDARPGFGLQHPALQKRKLPAEEFLGEELALQGQPGNSKYSCKVCGKRFAHTSEFNYHRRIHTGEKPYQCKVCHK
FFRGRSTIKCHLKTHSGALMYRCTVCGHYSSTLNLMSKHVGVHKGSLPPDFTIEQTFMYIIHSKEADKNPDS        
>Hsap_ENSP00000300976                                                           
MAESGGSSGGAGGGGAFGAGPGPERPNSTADKNGALKCTFSAPSHSTSLLQGLATLRAQGQLLDVVLTINREAFPAHKVV
LAACSDYFRAMFTGGMREASQDVIELKGVSARGLRHIIDFAYSAEVTLDLDCVQDVLGAAVFLQMLPVVELCEEFLKAAM
SVETCLNIGQMATTFSLASLRESVDAFTFRHFLQIAEEEDFLRLPLERLVFFLQSNRLQSCAEIDLFRAAVRWLQHDPAR
RPRASHVLCHIRFPLMQSSELVDSVQTLDIMVEDVLCRQYLLEAFNYQVLPFRQHEMQSPRTAVRSDVPSLVTFGGTPYT
DSDRSVSSKVYQLPEPGARHFRELTEMEVGCSHTCVAVLDNFVYVAGGQHLQYRSGEGAVDACYRYDPHLNRWLRLQAMQ
ESRIQFQLNVLCGMVYATGGRNRAGSLASVERYCPRRNEWGYACSLKRRTWGHAGAASGGRLYISGGYGISVEDKKALHC
YDPVADQWEFKAPMSEPRVLHAMVGAGGRIYALGGRMDHVDRCFDVLAVEYYVPETDQWTSVSPMRAGQSEAGCCLLERK
IYIVGGYNWRLNNVTGIVQVYNTDTDEWERDLHFPESFAGIACAPVLLPRAGTRR                         
>Hsap_ENSP00000302586                                                           
MSTQDERQINTEYAVSLLEQLKLFYEQQLFTDIVLIVEGTEFPCHKMVLATCSSYFRAMFMSGLSESKQTHVHLRNVDAA
TLQIIITYAYTGNLAMNDSTVEQLYETACFLQVEDVLQRCREYLIKKINAENCVRLLSFADLFSCEELKQSAKRMVEHKF
TAVYHQDAFMQLSHDLLIDILSSDNLNVEKEETVREAAMLWLEYNTESRSQYLSSVLSQIRIDALSEVTQRAWFQGLPPN
DKSVVVQGLYKSMPKFFKPRLGMTKEEMMIFIEASSENPCSLYSSVCYSPQAEKVYKLCSPPADLHKVGTVVTPDNDIYI
AGGQVPLKNTKTNHSKTSKLQTAFRTVNCFYWFDAQQNTWFPKTPMLFVRIKPSLVCCEGYIYAIGGDSVGGELNRRTVE
RYDTEKDEWTMVSPLPCAWQWSAAVVVHDCIYVMTLNLMYCYFPRSDSWVEMAMRQTSRSFASAAAFGDKIFYIGGLHIA
TNSGIRLPSGTVDGSSVTVEIYDVNKNEWKMAANIPAKRYSDPCVRAVVISNSLCVFMRETHLNERAKYVTYQYDLELDR
WSLRQHISERVLWDLGRDFRCTVGKLYPSCLEESPWKPPTYLFSTDGTEEFELDGEMVALPPV                 
>Hsap_ENSP00000305721                                                           
MSSPMPDCTSKCRSLKHALDVLSVVTKGSENQIKAFLSSHCYNAATIKDVFGRNALHLVSSCGKKGVLDWLIQKGVDLLV
KDKESGWTALHRSIFYGHIDCVWSLLKHGVSLYIQDKEGLSALDLVMKDRPTHVVFKNTDPTDVYTWGDNTNFTLGHGSQ
NSKHHPELVDLFSRSGIYIKQVVLCKFHSVFLSQKGQVYTCGHGPGGRLGHGDEQTCLVPRLVEGLNGHNCSQVAAAKDH
TVVLTEDGCVYTFGLNIFHQLGIIPPPSSCNVPRQIQAKYLKGRTIIGVAAGRFHTVLWTREAVYTMGLNGGQLGCLLDP
NGEKCVTAPRQVSALHHKDIALSLVAASDGATVCVTTRGDIYLLADYQCKKMASKQLNLKKVLVSGGHMEYKVDPEHLKE
NGGQKICILAMDGAGRVFCWRSVNSSLKQCRWAYPRQVFISDIALNRNEILFVTQDGEGFRGRWFEEKRKSSEKKEILSN
LHNSSSDVSYVSDINSVYERIRLEKLTFAHRAVSVSTDPSGCNFAILQSDPKTSLYEIPAVSSSSFFEEFGKLLREADEM
DSIHDVTFQVGNRLFPAHKYILAVHSDFFQKLFLSDGNTSEFTDIYQKDEDSAGCHLFVVEKVHPDMFEYLLQFIYTDTC
DFLTHGFKPRIHLNKNPEEYQGTLNSHLNKVNFHEDDNQKSAFEVYKSNQAQTVSERQKSKPKSCKKGKNIREDDPVRML
QTVAKKFDFSNLSSRLDGVRFENEKINVIAKNTGNKLKLSQKKCSFLCDVTMKSVDGKEFPCHKCVLCARLEYFHSMLSS
SWIEASSCAALEMPIHSDILKVILDYLYTDEAVVIKESQNVDFICSVLVVADQLLITRLKEICEVALTEKLTLKNAAMLL
EFAAMYSAKQLKLSCLQFIGLNMAALLEARSLDVLSDGVLKDLSEFYRKMIPAMDRRVITPYQDGPDISYLEVEDGDIFL
KEEINMEQNHSETMFKKAKTKAKKKPRKRSDSSGGYNLSDIIQSPSSTGLLKSGKTNSVESLPELLTSDSEGSYAGVGSP
RDLQSPDFTTGFHSDKIEAKVKPYVNGTSPVYSREDLKPWEKSPILKISAPQPIPSNRIDTTSSASWVAGSFSPVSPPVV
DLRTIMEIEESRQKCGATPKSHLGKTVSHGVKLSQKQRKMIALTTKENNSGMNSMETVLFTPSKAPKPVNAWASSLHSVS
SKSFRDFLLEEKKSVTSHSSGDHVKKVSFKGIENSQAPKIVRCSTHGTPGPEGNHISDLPLLDSPNPWLSSSVTAPSMVA
PVTFASIVEEELQQEAALIRSREKPLALIQIEEHAIQDLLVFYEAFGNPEEFVIVERTPQGPLAVPMWNKHGC       
>Hsap_ENSP00000306356                                                           
MSVSVHENRKSRASSGSINIYLFHKSSYADSVLTHLNLLRQQRLFTDVLLHAGNRTFPCHRAVLAACSRYFEAMFSGGLK
ESQDSEVNFDNSIHPEVLELLLDYAYSSRVIINEENAESLLEAGDMLEFQDIRDACAEFLEKNLHPTNCLGMLLLSDAHQ
CTKLYELSWRMCLSNFQTIRKNEDFLQLPQDMVVQLLSSEELETEDERLVYESAINWISYDLKKRYCYLPELLQTVRLAL
LPAIYLMENVAMEELITKQRKSKEIVEEAIRCKLKILQNDGVVTSLCARPRKTGHALFLLGGQTFMCDKLYLVDQKAKEI
IPKADIPSPRKEFSACAIGCKVYITGGRGSENGVSKDVWVYDTLHEEWSKAAPMLVARFGHGSAELKHCLYVVGGHTAAT
GCLPASPSVSLKQVEHYDPTINKWTMVAPLREGVSNAAVVSAKLKLFAFGGTSVSHDKLPKVQCYDQCENRWTVPATCPQ
PWRYTAAAVLGNQIFIMGGDTEFSACSAYKFNSETYQWTKVGDVTAKRMSCHAVASGNKLYVVGGYFGIQRCKTLDCYDP
TLDVWNSITTVPYSLIPTAFVSTWKHLPS                                                   
>Hsap_ENSP00000307604                                                           
MDFPGHFEQIFQQLNYQRLHGQLCDCVIVVGNRHFKAHRSVLAACSTHFRALFSVAEGDQTMNMIQLDSEVVTAEAFAAL
IDMMYTSTLMLGESNVMDVLLAASHLHLNSVVKACKHYLTTRTLPMSPPSERVQEQSARMQRSFMLQQLGLSIVSSALNS
SQNGEEQPAPMSSSMRSNLDQRTPFPMRRLHKRKQSAEERARQRLRPSIDESAISDVTPENGPSGVHSREEFFSPDSLKI
VDNPKADGMTDNQEDSAIMFDQSFGTQEDAQVPSQSDNSAGNMAQLSMASRATQVETSFDQEAAPEKSSFQCENPEVGLG
EKEHMRVVVKSEPLSSPEPQDEVSDVTSQAEGSESVEVEGVVVSAEKIDLSPESSDRSFSDPQSSTDRVGDIHILEVTNN
LEHKSTFSISNFLNKSRGNNFTANQNNDDNIPNTTSDCRLESEAPYLLSPEAGPAGGPSSAPGSHVENPFSEPADSHFVR
PMQEVMGLPCVQTSGYQGGEQFGMDFSRSGLGLHSSFSRVMIGSPRGGASNFPYYRRIAPKMPVVTSVRSSQIPENSTSS
QLMMNGATSSFENGHPSQPGPPQLTRASADVLSKCKKALSEHNVLVVEGARKYACKICCKTFLTLTDCKKHIRVHTGEKP
YACLKCGKRFSQSSHLYKHSKTTCLRWQSSNLPSTLL                                           
>Hsap_ENSP00000307858                                                           
MPPPAEVTDPSHAPAVLRQLNEQRLRGLFCDVTLIAGDTKFPAHRSVLAASSPFFREALLTSAPLPLPPATGGAAPNPAT
TTAASSSSSSSSSSSSSSSSASSSSSSSSSSPPPASPPASSPPRVLELPGVPAAAFSDVLNFIYSARLALPGGGGDGAAV



AEIGALGRRLGISRLQGLGEGGDAWVPPTPAPMATSQPEEDSFGPGPRPAGEWEGDRAEAQAPDLQCSLPRRPLPCPQCG
KSFIHPKRLQTHEAQCRRGASTRGSTGLGAGGAGPGGPAGVDASALPPPVGFRGGPEHVVKVVGGHVLYVCAACERSYVT
LSSLKRHSNVHSWRRKYPCRYCEKVFALAEYRTKHEVWHTGERRYQCIFCWETFVTYYNLKTHQRAFHGISPGLLASEKT
PNGGYKPKLNTLKLYRLLPMRAAKRPYKTYSQGAPEAPLSPTLNTPAPVAMPASPPPGPPPAPEPGPPPSVITFAHPAPS
VIVHGGSSSGGGGSGTASTGGSQAASVITYTAPPRPPKKREYPPPPPEPAATPTSPATAVSPATAAGPAMATTTEEAKGR
NPRAGRTLTYTAKPVGGIGGGGGPPTGAGRGPSQLQAPPPLCQITVRIGEEAIVKRRISETDLRPGELSGEEMEESEEDE
EEEDEEEEEEDEEESKAGGEDQLWRPYYSYKPKRKAGAAGGASVGGSGLPRGRRPPRWRQKLERRSWEETPAAESPAGRA
RTERRHRCGDCAQTFTTLRKLRKHQEAHGGGSHSSRAGRRPSTRFTCPHCAKVCKTAAALSRHGQRHAAERPGGTPTPVI
AYSKGSAGTRPGDVKEEAPQEMQVSSSSGEAGGGSTAAEEASETASLQDPIISGGEEPPVVASGGSYVYPPVQEFPLALI
GGGREPGGGRGKSGSEGPVGAGEGDRMEGIGAAKVTFYPEPYPLVYGPQLLAAYPYNFSNLAALPVALNMVLPDEKGAGA
LPFLPGVFGYAVNPQAAPPAPPTPPPPTLPPPIPPKGEGERAGVERTQKGDVG                           
>Hsap_ENSP00000308759                                                           
MEGLLHYINPAHAISLLSALNEERLKGQLCDVLLIVGDQKFRAHKNVLAASSEYFQSLFTNKENESQTVFQLDFCEPDAF
DNVLNYIYSSSLFVEKSSLAAVQELGYSLGISFLTNIVSKTPQAPFPTCPNRKKVFVEDDENSSQKRSVIVCQSRNEAQG
KTVSQNQPDVSHTSRPSPSIAVKANTNKPHVPKPIEPLHNLSLTEKSWPKDSSVVYAKSLEHSGSLDDPNRISLVKRNAV
LPSKPLQDREAMDDKPGVSGQLPKGKALELALKRPRPPVLSVCSSSETPYLLKETNKGNGQGEDRNLLYYSKLGLVIPSS
GSGSGNQSIDRSGPLVKSLLRRSLSMDSQVPVYSPSIDLKSSQGSSSVSSDAPGNVLCALSQKSSLKDCSEKTALDDRPQ
VLQPHRLRSFSASQSTDREGASPVTEVRIKTEPSSPLSDPSDIIRVTVGDAATTAAASSSSVTRDLSLKTEDDQKDMSRL
PAKRRFQADRRLPFKKLKVNEHGSPVSEDNFEEGSSPTLLDADFPDSDLNKDEFGELEGTRPNKKFKCKHCLKIFRSTAG
LHRHVNMYHNPEKPYACDICHKRFHTNFKVWTHCQTQHGIVKNPSPASSSHAVLDEKFQRKLIDIVREREIKKALIIKLR
RGKPGFQGQSSSQAQQVIKRNLRSRAKGAYICTYCGKAYRFLSQFKQHIKMHPGEKPLGVNKVAKPKEHAPLASPVENKE
VYQCRLCNAKLSSLLEQGSHERLCRNAAVCPYCSLRFFSPELKQEHESKCEYKKLTCLECMRTFKSSFSIWRHQVEVHNQ
NNMAPTENFSLPVLDHNGDVTGSSRPQSQPEPNKVNHIVTTKDDNVFSDSSEQVNFDSEDSSCLPEDLSLSKQLKIQVKE
EPVEEAEEEAPEASTAPKEAGPSKEASLWPCEKCGKMFTVHKQLERHQELLCSVKPFICHVCNKAFRTNFRLWSHFQSHM
SQASEESAHKESEVCPVPTNSPSPPPLPPPPPLPKIQPLEPDSPTGLSENPTPATEKLFVPQESDTLFYHAPPLSAITFK
RQFMCKLCHRTFKTAFSLWSHEQTHN                                                      
>Hsap_ENSP00000312397                                                           
MEGESVKLSSQTLIQAGDDEKNQRTITVNPAHMGKAFKVMNELRSKQLLCDVMIVAEDVEIEAHRVVLAACSPYFCAMFT
GDMSESKAKKIEIKDVDGQTLSKLIDYIYTAEIEVTEENVQVLLPAASLLQLMDVRQNCCDFLQSQLHPTNCLGIRAFAD
VHTCTDLLQQANAYAEQHFPEVMLGEEFLSLSLDQVCSLISSDKLTVSSEEKVFEAVISWINYEKETRLEHMAKLMEHVR
LPLLPRDYLVQTVEEEALIKNNNTCKDFLIEAMKYHLLPLDQRLLIKNPRTKPRTPVSLPKVMIVVGGQAPKAIRSVECY
DFEEDRWDQIAELPSRRCRAGVVFMAGHVYAVGGFNGSLRVRTVDVYDGVKDQWTSIASMQERRSTLGAAVLNDLLYAVG
GFDGSTGLASVEAYSYKTNEWFFVAPMNTRRSSVGVGVVEGKLYAVGGYDGASRQCLSTVEQYNPATNEWIYVADMSTRR
SGAGVGVLSGQLYATGGHDGPLVRKSVEVYDPGTNTWKQVADMNMCRRNAGVCAVNGLLYVVGGDDGSCNLASVEYYNPV
TDKWTLLPTNMSTGRSYAGVAVIHKSL                                                     
>Hsap_ENSP00000314080                                                           
MTFPEADILLKSGECAGQTMLDTMEAPGHSRQLLLQLNNQRTKGFLCDVIIVVQNALFRAHKNVLAASSAYLKSLVVHDN
LLNLDHDMVSPAVFRLVLDFIYTGRLADGAEAAAAAAVAPGAEPSLGAVLAAASYLQIPDLVALCKKRLKRHGKYCHLRG
GGGGGGGYAPYGRPGRGLRAATPVIQACYPSPVGPPPPPAAEPPSGPEAAVNTHCAELYASGPGPAAALCASERRCSPLC
GLDLSKKSPPGSAAPERPLAERELPPRPDSPPSAGPAAYKEPPLALPSLPPLPFQKLEEAAPPSDPFRGGSGSPGPEPPG
RPDGPSLLYRWMKHEPGLGSYGDELGRERGSPSERCEERGGDAAVSPGGPPLGLAPPPRYPGSLDGPGAGGDGDDYKSSS
EETGSSEDPSPPGGHLEGYPCPHLAYGEPESFGDNLYVCIPCGKGFPSSEQLNAHVEAHVEEEEALYGRAEAAEVAAGAA
GLGPPFGGGGDKVAGAPGGLGELLRPYRCASCDKSYKDPATLRQHEKTHWLTRPYPCTICGKKFTQRGTMTRHMRSHLGL
KPFACDACGMRFTRQYRLTEHMRIHSGEKPYECQVCGGKFAQQRNLISHMKMHAVGGAAGAAGALAGLGGLPGVPGPDGK
GKLDFPEGVFAVARLTAEQLSLKQQDKAAAAELLAQTTHFLHDPKVALESLYPLAKFTAELGLSPDKAAEVLSQGAHLAA
GPDGRTIDRFSPT                                                                   
>Hsap_ENSP00000314153                                                           
MESRKLISATDIQYSGSLLNSLNEQRGHGLFCDVTVIVEDRKFRAHKNILSASSTYFHQLFSVAGQVVELSFIRAEIFAE
ILNYIYSSKIVRVRSDLLDELIKSGQLLGVKFIAELGVPLSQVKSISGTAQDGNTEPLPPDSGDKNLVIQKSKDEAQDNG
ATIMPIITESFSLSAEDYEMKKIIVTDSDDDDDDVIFCSEILPTKETLPSNNTVAQVQSNPGPVAISDVAPSASNNSPPL
TNITPTQKLPTPVNQATLSQTQGSEKLLVSSAPTHLTPNIILLNQTPLSTPPNVSSSLPNHMPSSINLLVQNQQTPNSAI
LTGNKANEEEEEEIIDDDDDTISSSPDSAVSNTSLVPQADTSQNTSFDGSLIQKMQIPTLLQEPLSNSLKISDIITRNTN
DPGVGSKHLMEGQKIITLDTATEIEGLSTGCKVYANIGEDTYDIVIPVKDDPDEGEARLENEIPKTSGSEMANKRMKVKH
DDHYELIVDGRVYYICIVCKRSYVCLTSLRRHFNIHSWEKKYPCRYCEKVFPLAEYRTKHEIHHTGERRYQCLACGKSFI
NYQFMSSHIKSVHSQDPSGDSKLYRLHPCRSLQIRQYAYLSDRSSTIPAMKDDGIGYKVDTGKEPPVGTTTSTQNKPMTW
EDIFIQQENDSIFKQNVTDGSTEFEFIIPESY                                                
>Hsap_ENSP00000314608                                                           
MAAAAVAAAAAAAAAASLQVLEMESMETAAAGSAGLAAEVRGSGTVDFGPGPGISAMEASGGDPGPEAEDFECSSHCSEL
SWRQNEQRRQGLFCDITLCFGGAGGREFRAHRSVLAAATEYFTPLLSGQFSESRSGRVEMRKWSSEPGPEPDTVEAVIEY
MYTGRIRVSTGSVHEVLELADRFLLIRLKEFCGEFLKKKLHLSNCVAIHSLAHMYTLSQLALKAADMIRRNFHKVIQDEE
FYTLPFHLIRDWLSDLEITVDSEEVLFETVLKWVQRNAEERERYFEELFKLLRLSQMKPTYLTRHVKPERLVANNEVCVK
LVADAVERHALRAENIQSGTCQHPTSHVSLLPRYGQNMDVIMVIGGVSEGGDYLSECVGYFVDEDRWVNLPHIHNHLDGH



AVAVTESYVYVAGSMEPGFAKTVERYNPNLNTWEHVCSLMTRKHSFGLTEVKGKLYSIGGHGNFSPGFKDVTVYNPELDK
WHNLESAPKILRDVKALAIEDRFVYIAARTPVDRDTEDGLKAVITCYDTETRQWQDVESLPLIDNYCFFQMSVVNSNFYQ
TASCCPKSYCLENEEAVRKIASQVSDEILESLPPEVLSIEGAAICYYKDDVFIIGGWKNSDDIDKQYRKEAYRYCAERKR
WMLLPPMPQPRCRATACHVRIPYRYLHGTQRYPMPQNLMWQKDRIRQMQEIHRHALNMRRVPSSQIEC            
>Hsap_ENSP00000317442                                                           
MMEGSRQTRVSRPYKISESSKVYRWADHSSTVLQRLNEQRLRGLFCDVVLVADEQRVPAHRNLLAVCSDYFNSMFTIGMR
EAFQKEVELIGASYIGLKAVVDFLYGGELVLDGGNIDYVLETAHLLQIWTVVDFCCEYLEQEVSEDNYLYLQELASIYSL
KRLDAFIDGFILNHFGTLSFTPDFLQNVSMQKLCVYLSSSEVQRECEHDLLQAALQWLTQQPEREAHARQVLENIHFPLI
PKNDLLHRVKPAVCSLLPKEANCEGFIEEAVRYHNNLAAQPVMQTKRTALRTNQERLLFVGGEVSERCLELSDDTCYLDA
KSEQWVKETPLPARRSHHCVAVLGGFIFIAGGSFSRDNGGDAASNLLYRYDPRCKQWIKVASMNQRRVDFYLASIEDMLV
AIGGRNENGALSSVETYSPKTDSWSYVAGLPRFTYGHAGTIYKDFVYISGGHDYQIGPYRKNLLCYDHRTDVWEERRPMT
TARGWHSMCSLGDSIYSIGGSDDNIESMERFDVLGVEAYSPQCNQWTRVAPLLHANSESGVAVWEGRIYILGGYSWENTA
FSKTVQVYDREADKWSRGVDLPKAIAGGSACVCALEPRPEDKKKKGKGKRHQDRGQ                        
>Hsap_ENSP00000317534                                                           
MSVEMDSSSFIQFDVPEYSSTVLSQLNELRLQGKLCDIIVHIQGQPFRAHKAVLAASSPYFRDHSALSTMSGLSISVIKN
PNVFEQLLSFCYTGRMSLQLKDVVSFLTAASFLQMQCVIDKCTQILESIHSKISVGDVDSVTVGAEENPESRNGVKDSSF
FANPVEISPPYCSQGRQPTASSDLRMETTPSKALRSRLQEEGHSDRGSSGSVSEYEIQIEGDHEQGDLLVRESQITEVKV
KMEKSDRPSCSDSSSLGDDGYHTEMVDGEQVVAVNVGSYGSVLQHAYSYSQAASQPTNVSEAFGSLSNSSPSRSMLSCFR
GGRARQKRALSVHLHSDLQGLVQGSDSEAMMNNPGYESSPRERSARGHWYPYNERLICIYCGKSFNQKGSLDRHMRLHMG
ITPFVCKFCGKKYTRKDQLEYHIRGHTDDKPFRCEICGKCFPFQGTLNQHLRKNHPGVAEVRSRIESPERTDVYVEQKLE
NDASASEMGLDSRMEIHTVSDAPD                                                        
>Hsap_ENSP00000321475                                                           
MDEESLDGLLFKDHDFSSDLLRQLNSLRQSRILTDVSICAGAREIPCHRNVLASSSPYFRAMFCSSFREKSEAKVQLKGI
DPPTLDQIVSYVYTGEAHIATDNVLPVMEAASMLQFPKLFEACSSYLQSQLAPSNCLGMIRLSEILSCETLKKKAREVAL
TSFPEVAASADLKELCALELRDYLGDDGLCGEEEKVFEALMVWIKHDLQARKRYMQELFKQVRLQYIHPAFFHHFIANDA
LLQSSPACQIILETAKRQMFSLCGTTVPDCKLLLHVPPRNSYQDFLILLGGRKDSQQTTRDVLLYSKQTGQWQSLAKLPT
RLYKASAITLHRSIYVLGGMAVSSGRSLVSHNVYIFSLKLNQWRLGEPMLVARYSHRSTAHKNFIFSIGGIGEGQELMGS
MERYDSICNVWESMASMPVGVLHPAVAVKDQRLYLFGGEDIMQNPVRLIQVYHISRNSWFKMETRMIKNVCAPAVVLGER
IVIVGGYTRRILAYDPQSNKFVKCADMKDRRMHHGATVMGNKLYVTGGRRLTTDCNIEDSASFDCYDPETDTWTSQGQLP
HKLFDHACLTLQCIPRTSGLP                                                           
>Hsap_ENSP00000321544                                                           
MEHAVAPCVLYPGTEPGAAGESESEGAASPAQTPCSLGASLCFSSGEESPPQSLASAAEGAATSPPSSGGPRVVERQWEA
GSAGAASPEELASPEERACPEEPAAPSPEPRVWLEDPASPEEPGEPAPVPPGFGAVYGEPDLVLEVSGRRLRAHKAVLAA
RSDYFRARASRDVLRVQGVSLTALRLLLADAYSGRMAGVRPDNVAEVVAGARRLQLPGAAQRATDAVGPQLSLANCYEVL
SAAKRQRLNELRDAAYCFMSDHYLEVLREPAVFGRLSGAERDLLLRRRLRAGRAHLLAAALGPAGERAGSRPQSPSGDAD
ARGDAAVYCFHAAAGEWRELTRLPEGAPARGCGLCVLYNYLFVAGGVAPAGPDGRARPSDQVFCYNPATDSWSAVRPLRQ
ARSQLRLLALDGHLYAVGGECLLSVERYDPRADRWAPVAPLPRGAFAVAHEATTCHGEIYVSGGSLFYRLLKYDPRRDEW
QECPCSSSRERSADMVALDGFIYRFDLSGSRGEAQAAGPSGVSVSRYHCLAKQWSPCVAPLRLPGGPTGLQPFRCAALDG
AIYCVSRAGTWRFQPAREGEAGGDAGQGGGFEALGAPLDVRGVLIPFALSLPEKPPRGEQGAP                 
>Hsap_ENSP00000323183                                                           
MDLANHGLILLQQLNAQREFGFLCDCTVAIGDVYFKAHKSVLASFSNYFKMLFVHQTSECVRLKPTDIQPDIFSYLLHLM
YTGKMAPQLIDPVRLEQGIKFLHAYPLIQEASLASQGAFSHPDQVFPLASSLYGIQIADHQLRQATKIASAPEKLGRDPR
PQTSRISQEQVPEASQLSQLTSNLAQVNRTNMTPSDPLQTSLSPELVSTPVPPPPPGEETNLEASSSDEQPASLTIAHVK
PSIMKRNGSFPKYYACHLCGRRFTLRSSLREHLQIHTGVPFTSSQQGESRVPLTLCSNAADLGKDAMEVPEAGMISDSEL
QHISDSPIIDGQQQSETPPPSDIADIDNLEQADQEREVKRRKYECTICGRKFIQKSHWREHMYIHTGKPFKCSTCDKSFC
RANQAARHVCLNQSIDTYTMVDKQTLELCTFEEGSQMDNMLVQTNKPYKCNLCDKTFSTPNEVVKHSCQNQNSDVFALDE
GRSILLGSGDSEVTEPDHPVLASIKKEQETVLLD                                              
>Hsap_ENSP00000323670                                                           
MAGGVDGPIGIPFPDHSSDILSGLNEQRTQGLLCDVVILVEGREFPTHRSVLAACSQYFKKLFTSGAVVDQQNVYEIDFV
SAEALTALMDFAYTATLTVSTANVGDILSAARLLEIPAVSHVCADLLDRQILAADAGADAGQLDLVDQIDQRNLLRAKEY
LEFFQSNPMNSLPPAAAAAAASFPWSAFGASDDDLDATKEAVAAAVAAVAAGDCNGLDFYGPGPPAERPPTGDGDEGDSN
PGLWPERDEDAPTGGLFPPPVAPPAATQNGHYGRGGEEEAASLSEAAPEPGDSPGFLSGAAEGEDGDGPDVDGLAASTLL
QQMMSSVGRAGAAAGDSDEESRADDKGVMDYYLKYFSGAHDGDVYPAWSQKVEKKIRAKAFQKCPICEKVIQGAGKLPRH
IRTHTGEKPYECNICKVRFTRQDKLKVHMRKHTGEKPYLCQQCGAAFAHNYDLKNHMRVHTGLRPYQCDSCCKTFVRSDH
LHRHLKKDGCNGVPSRRGRKPRVRGGAPDPSPGATATPGAPAQPSSPDARRNGQEKHFKDEDEDEDVASPDGLGRLNVAG
AGGGGDSGGGPGAATDGNFTAGLA                                                        
>Hsap_ENSP00000326200                                                           
MSSEESYRAILRYLTNEREPYAPGTEGNVKRKIRKAAACYVVRGGTLYYQRRQRHRKTFAELEVVLQPERRRDLIEAAHL
GPGGTHHTRHQTWHYLSKTYWWRGILKQVKDYIKQCSKCQEKLDRSRPISDVSEMLEELGLDLESGEESNESEDDLSNFT
SSPTTASKPAKKKPVSKHELVFVDTKGVVKRSSPKHCQAVLKQLNEQRLSNQFCDVTLLIEGEEYKAHKSVLSANSEYFR
DLFIEKGAVSSHEAVVDLSGFCKASFLPLLEFAYTSVLSFDFCSMADVAILARHLFMSEVLEICESVHKLMEEKQLTVYK
KGEVQTVASTQDLRVQNGGTAPPVASSEGTTTSLPTELGDCEIVLLVNGELPEAEQNGEVGRQPEPQVSSEAESALSSVG



CIADSHPEMESVDLITKNNQTELETSNNRENNTVSNIHPKLSKENVISSSPEDSGMGNDISAEDICAEDIPKHRQKVDQP
LKDQENLVASTAKTDFGPDDDTYRSRLRQRSVNEGAYIRLHKGMEKKLQKRKAVPKSAVQQVAQKLVQRGKKMKQPKRDA
KENTEEASHKCGECGMVFQRRYALIMHKLKHERARDYKCPLCKKQFQYSASLRAHLIRHTRKDAPSSSSSNSTSNEASGT
SSEKGRTKREFICSICGRTLPKLYSLRIHMLKHTGVKPHACQVCGKTFIYKHGLKLHQSLHQSQKQFQCELCVKSFVTKR
SLQEHMSIHTGESKYLCSVCGKSFHRGSGLSKHFKKHQPKPEVRGYHCTQCEKSFFEARDLRQHMNKHLGVKPFQCQFCD
KCYSWKKDWYSHVKSHSVTEPYRCNICGKEFYEKALFRRHVKKATHGKKGRAKQNLERVCEKCGRKFTQLREYRRHMNNH
EGVKPFECLTCGVAWADARSLKRHVRTHTGERPYVCPVCSEAYIDARTLRKHMTKFHRDYVPCKIMLEKDTLQFHNQGTQ
VAHAVSILTAGMQEQESSGPQELETVVVTGETMEALEAVAATEEYPSVSTLSDQSIMQVVNYVLAQQQGQKLSEVAEAIQ
TVKVEVAHISGGE                                                                   
>Hsap_ENSP00000326240                                                           
MQYSHHCEHLLERLNKQREAGFLCDCTIVIGEFQFKAHRNVLASFSEYFGAIYRSTSENNVFLDQSQVKADGFQKLLEFI
YTGTLNLDSWNVKEIHQAADYLKVEEVVTKCKIKMEDFAFIANPSSTEISSITGNIELNQQTCLLTLRDYNNREKSEVST
DLIQANPKQGALAKKSSQTKKKKKAFNSPKTGQNKTVQYPSDILENASVELFLDANKLPTPVVEQVAQINDNSELELTSV
VENTFPAQDIVHTVTVKRKRGKSQPNCALKEHSMSNIASVKSPYEAENSGEELDQRYSKAKPMCNTCGKVFSEASSLRRH
MRIHKGVKPYVCHLCGKAFTQCNQLKTHVRTHTGEKPYKCELCDKGFAQKCQLVFHSRMHHGEEKPYKCDVCNLQFATSS
NLKIHARKHSGEKPYVCDRCGQRFAQASTLTYHVRRHTGEKPYVCDTCGKAFAVSSSLITHSRKHTGEKPYICGICGKSF
ISSGELNKHFRSHTGERPFICELCGNSYTDIKNLKKHKTKVHSGADKTLDSSAEDHTLSEQDSIQKSPLSETMDVKPSDM
TLPLALPLGTEDHHMLLPVTDTQSPTSDTLLRSTVNGYSEPQLIFLQQLY                              
>Hsap_ENSP00000328732                                                           
MANDIDELIGIPFPNHSSEVLCSLNEQRHDGLLCDVLLVVQEQEYRTHRSVLAACSKYFKKLFTAGTLASQPYVYEIDFV
QPEALAAILEFAYTSTLTITAGNVKHILNAARMLEIQCIVNVCLEIMEPGGDGGEEDDKEDDDDDEDDDDEEDEEEEEEE
EEDDDDDTEDFADQENLPDPQDISCHQSPSKTDHLTEKAYSDTPRDFPDSFQAGSPGHLGVIRDFSIESLLRENLYPKAN
IPDRRPSLSPFAPDFFPHLWPGDFGAFAQLPEQPMDSGPLDLVIKNRKIKEEEKEELPPPPPPPFPNDFFKDMFPDLPGG
PLGPIKAENDYGAYLNFLSATHLGGLFPPWPLVEERKLKPKASQQCPICHKVIMGAGKLPRHMRTHTGEKPYMCTICEVR
FTRQDKLKIHMRKHTGERPYLCIHCNAKFVHNYDLKNHMRIHTGVRPYQCEFCYKSFTRSDHLHRHIKRQSCRMARPRRG
RKPAAWRAASLLFGPGGPAPDKAAFVMPPALGEVGGHLGGAAVCLPGPSPAKHFLAAPKGALSLQELERQFEETQMKLFG
RAQLEAERNAGGLLAFALAENVAAARPYFPLPDPWAAGLAGLPGLAGLNHVASMSEANN                     
>Hsap_ENSP00000331682                                                           
MAEEQEFTQLCKLPAQPSHPHCVNNTYRSAQHSQALLRGLLALRDSGILFDVVLVVEGRHIEAHRILLAASCDYFRGMFA
GGLKEMEQEEVLIHGVSYNAMCQILHFIYTSELELSLSNVQETLVAACQLQIPEIIHFCCDFLMSWVDEENILDVYRLAE
LFDLSRLTEQLDTYILKNFVAFSRTDKYRQLPLEKVYSLLSSNRLEVSCETEVYEGALLYHYSLEQVQADQISLHEPPKL
LETVRFPLMEAEVLQRLHDKLDPSPLRDTVASALMYHRNESLQPSLQSPQTELRSDFQCVVGFGGIHSTPSTVLSDQAKY
LNPLLGEWKHFTASLAPRMSNQGIAVLNNFVYLIGGDNNVQGFRAESRCWRYDPRHNRWFQIQSLQQEHADLSVCVVGRY
IYAVAGRDYHNDLNAVERYDPATNSWAYVAPLKREVYAHAGATLEGKMYITCGRRGEDYLKETHCYDPGSNTWHTLADGP
VRRAWHGMATLLNKLYVIGGSNNDAGYRRDVHQVACYSCTSGQWSSVCPLPAGHGEPGIAVLDNRIYVLGGRSHNRGSRT
GYVHIYDVEKDCWEEGPQLDNSISGLAACVLTLPRSLLLEPPRGTPDRSQADPDFASEVMSVSDWEEFDNSSED      
>Hsap_ENSP00000332791                                                           
MAGDVEGFCSSIHDTSVSAGFRALYEEGLLLDVTLVIEDHQFQAHKALLATQSDYFRIMFTADMRERDQDKIHLKGLTAT
GFSHVLQFMYYGTIELSMNTVHEILQAAMYVQLIEVVKFCCSFLLAKICLENCAEIMRLLDDFGVNIEGVREKLDTFLLD
NFVPLMSRPDFLSYLSFEKLMSYLDNDHLSRFPEIELYEAVQSWLRHDRRRWRHTDTIIQNIRFCLMTPTSVFEKVKTSE
FYRYSRQLRYEVDQALNYFQNVHQQPLLDMKSSRIRSAKPQTTVFRGMIGHSMVNSKILLLKKPRVWWELEGPQVPLRPD
CLAIVNNFVFLLGGEELGPDGEFHASSKVFRYDPRQNSWLQMADMSVPRSEFAVGVIGKFIYAVAGRTRDETFYSTERYD
ITNDKWEFVDPYPVNKYGHEGTVLNNKLFITGGITSSSTSKQVCVFDPSKEGTIEQRTRRTQVVTNCWENKSKMNYARCF
HKMISYNGKLYVFGGVCVILRASFESQGCPSTEVYNPETDQWTILASMPIGRSGHGVTVLDKQIMVLGGLCYNGHYSDSI
LTFDPDENKWKEDEYPRMPCKLDGLQVCNLHFPDYVLDEVRRCN                                    
>Hsap_ENSP00000334996                                                           
MKLEFTEKNYNSFVLQNLNRQRKRKEYWDMALSVDNHVFFAHRNVLAAVSPLVRSLISSNDMKTADELFITIDTSYLSPV
TVDQLLDYFYSGKVVISEQNVEELLRGAQYFNTPRLRVHCNDFLIKSICRANCLRYLFLAELFELKEVSDVAYSGIRDNF
HYWASPEGSMHFMRCPPVIFGRLLRDENLHVLNEDQALSALINWVYFRKEDREKYFKKFFNYINLNAVSNKTLVFASNKL
VGMENTSSHTTLIESVLMDRKQERPCSLLVYQRKGALLDSVVILGGQKAHGQFNDGVFAYIIQENLWMKLSDMPYRAAAL
SATSAGRYIYISGGTTEQISGLKTAWRYDMDDNSWTKLPDLPIGLVFHTMVTCGGTVYSVGGSIAPRRYVSNIYRYDERK
EVWCLAGKMSIPMDGTAVITKGDRHLYIVTGRCLVKGYISRVGVVDCFDTSTGDVVQCITFPIEFNHRPLLSFQQDNILC
VHSHRQSVEINLQKVKASKTTTSVPVLPNSCPLDVSHAICSIGDSKVFVCGGVTTASDVQTKDYTINPNAFLLDQKTGKW
KTLAPPPEALDCPACCLAKLPCKILQRI                                                    
>Hsap_ENSP00000335615                                                           
MGANASNYPHSCSPRVGGNSQAQQTFIGTSSYSQQGYGCESKLYSLDHGHEKPQDKKKRTSGLATLKKKFIKRRKSNRSA
DHAKQMRELLSGWDVRDVNALVEEYEGTSALKELSLQASLARPEARTLQKDMADLYEYKYCTDVDLIFQETCFPVHRAIL
AARCPFFKTLLSSSPEYGAEIIMDINTAGIDMPMFSALLHYLYTGEFGMEDSRFQNVDILVQLSEEFGTPNSLDVDMRGL
FDYMCYYDVVLSFSSDSELVEAFGGNQNCLDEELKAHKAVISARSPFFRNLLQRRIRTGEEITDRTLRTPTRIILDESII
PKKYATVILHCMYTDVVDLSVLHCSPSVGSLSEVQALVAGKPNMTRAEEAMELYHIALFLEFNMLAQGCEDIIAESISLD
TLIAILKWSSHPYGSKWVHRQALHFLCEEFSQVMTSDVFYELSKDHLLTAIQSDYLQASEQDILKYLIKWGEHQLMKRIA
DREPNLLSGTAHSVNKRGVKRRDLDMEELREILSSLLPFVRIEHILPINSEVLSDAMKRGLISTPPSDMLPTTEGGKSNA



WLRQKNAGIYVRPRLFSPYVEEAKSVLDEMMVEQTDLVRLRMVRMSNVPDTLYMVNNAVPQCCHMISHQQISSNQSSPPS
VVANEIPVPRLLIMKDMVRRLQELRHTEQVQRAYALNCGEGATVSYEIQIRVLREFGLADAAAELLQNPHKFFPDERFGD
ESPLLTMRQPGRCRVNSTPPAETMFTDLDSFVAFHPPLPPPPPPYHPPATPIHNQLKAGWKQRPPSQHPSRSFSYPCNHS
LFHSRTAPKAGPPPVYLPSVKAAPPDCTSTAGLGRQTVAAAAATTTSTATAAAAAASEKQVRTQPVLNDLMPDIAVGVST
LSLKDRRLPELAVDTELSQSVSEAGPGPPQHLSCIPQRHTHTSRKKHTLEQKTDTRENPQEYPDFYDFSNAACRPSTPAL
SRRTPSPSQGGYFGPDLYSHNKASPSGLKSAYLPGQTSPKKQEEARREYPLSPDGHLHRQKNEPIHLDVVEQPPQRSDFP
LAAPENASTGPAHVRGRTAVETDLTFGLTPNRPSLSACSSEAPEERSGRRLADSESLGHGAQRNTDLEREDSISRGRRSP
SKPDFLYKKSAL                                                                    
>Hsap_ENSP00000336800                                                           
MSVSVHETRKSRSSTGSMNVTLFHKASHPDCVLAHLNTLRKHCMFTDVTLWAGDRAFPCHRAVLAASSRYFEAMFSHGLR
ESRDDTVNFQDNLHPEVLELLLDFAYSSRIAINEENAESLLEAGDMLQFHDVRDAAAEFLEKNLFPSNCLGMMLLSDAHQ
CRRLYEFSWRMCLVHFETVRQSEDFNSLSKDTLLDLISSDELETEDERVVFEAILQWVKHDLEPRKVHLPELLRSVRLAL
LPSDCLQEAVSSEALLMADERTKLIMDEALRCKTRILQNDGVVTSPCARPRKAGHTLLILGGQTFMCDKIYQVDHKAKEI
IPKADLPSPRKEFSASAIGCKVYVTGGRGSENGVSKDVWVYDTVHEEWSKAAPMLIARFGHGSAELENCLYVVGGHTSLA
GVFPASPSVSLKQVEKYDPGANKWMMVAPLRDGVSNAAVVSAKLKLFVFGGTSIHRDMVSKVQCYDPSENRWTIKAECPQ
PWRYTAAAVLGSQIFIMGGDTEFTAASAYRFDCETNQWTRIGDMTAKRMSCHALASGNKLYVVGGYFGTQRCKTLDCYDP
TSDTWNCITTVPYSLIPTAFVSTWKHLPA                                                   
>Hsap_ENSP00000338157                                                           
MDLTKMGMIQLQNPSHPTGLLCKANQMRLAGTLCDVVIMVDSQEFHAHRTVLACTSKMFEILFHRNSQHYTLDFLSPKTF
QQILEYAYTATLQAKAEDLDDLLYAAEILEIEYLEEQCLKMLETIQASDDNDTEATMADGGAEEEEDRKARYLKNIFISK
HSSEESGYASVAGQSLPGPMVDQSPSVSTSFGLSAMSPTKAAVDSLMTIGQSLLQGTLQPPAGPEEPTLAGGGRHPGVAE
VKTEMMQVDEVPSQDSPGAAESSISGGMGDKVEERGKEGPGTPTRSSVITSARELHYGREESAEQVPPPAEAGQAPTGRP
EHPAPPPEKHLGIYSVLPNHKADAVLSMPSSVTSGLHVQPALAVSMDFSTYGGLLPQGFIQRELFSKLGELAVGMKSESR
TIGEQCSVCGVELPDNEAVEQHRKLHSGMKTYGCELCGKRFLDSLRLRMHLLAHSAGAKAFVCDQCGAQFSKEDALETHR
QTHTGTDMAVFCLLCGKRFQAQSALQQHMEVHAGVRSYICSECNRTFPSHTALKRHLRSHTGDHPYECEFCGSCFRDEST
LKSHKRIHTGEKPYECNGCGKKFSLKHQLETHYRVHTGEKPFECKLCHQRSRDYSAMIKHLRTHNGASPYQCTICTEYCP
SLSSMQKHMKGHKPEEIPPDWRIEKTYLYLCYV                                               
>Hsap_ENSP00000338290                                                           
MESGAVLLESKSSPFNLLHEMHELRLLGHLCDVTVSVEYQGVRKDFMAHKAVLAATSKFFKEVFLNEKSVDGTRTNVYLN
EVQVADFASFLEFVYTAKVQVEEDRVQRMLEVAEKLKCLDLSETCFQLKKQMLESVLLELQNFSESQEVEVSSGSQVSAA
PAPRASVATDGPHPSGLTDSLDYPGERASNGMSSDLPPKKSKDKLDKKKEVVKPPYPKIRRASGRLAGRKVFVEIPKKKY
TRRLREQQKTAEGDVGDYRCPQDQSPDRVGTEMEQVSKNEGCQAGAELEELSKKAGPEEEEEEEEEDEEGEKKKSNFKCS
ICEKAFLYEKSFLKHSKHRHGVATEVVYRCDTCGQTFANRCNLKSHQRHVHSSERHFPCELCGKKFKRKKDVKRHVLQVH
EGGGERHRCGQCGKGLSSKTALRLHERTHTGDRPYGCTECGARFSQPSALKTHMRIHTGEKPFVCDECGARFTQNHMLIY
HKRCHTGERPFMCETCGKSFASKEYLKHHNRIHTGSKPFKCEVCFRTFAQRNSLYQHIKVHTGERPYCCDQCGKQFTQLN
ALQRHRRIHTGERPFMCNACGRTFTDKSTLRRHTSIHDKNTPWKSFLVIVDGSPKNDDGHKTEQPDEEYVSSKLSDKLLS
FAENGHFHNLAAVQDTVPTMQENSSADTACKADDSVVSQDTLLATTISELSELTPQTDSMPTQLHSLSNME         
>Hsap_ENSP00000338671                                                           
MDADMDYERPNVETIKCVVVGDNAVGKTRLICARACNTTLTQYQLLATHVPTVWAIDQYRVCQEVLERSRDVVDEVSVSL
RLWDTFGDHHKDRRFAYGRSDVVVLCFSIANPNSLNHVKSMWYPEIKHFCPRTPVILVGCQLDLRYADLEAVNRARRPLA
RPIKRGDILPPEKGREVAKELGLPYYETSVFDQFGIKDVFDNAIRAALISRRHLQFWKSHLKKVQKPLLQAPFLPPKAPP
PVIKIPECPSMGTNEAACLLDNPLCADVLFILQDQEHIFAHRIYLATSSSKFYDLFLMECEESPNGSEGACEKEKQSRDF
QGRILSVDPEEEREEGPPRIPQADQWKSSNKSLVEALGLEAEGAVPETQTLTGWSKGFIGMHREMQVNPISKRMGPMTVV
RMDASVQPGPFRTLLQFLYTGQLDEKEKDLVGLAQIAEVLEMFDLRMMVENIMNKEAFMNQEITKAFHVRKANRIKECLS
KGTFSDVTFKLDDGAISAHKPLLICSCEWMAAMFGGSFVESANSEVYLPNINKISMQAVLDYLYTKQLSPNLDLDPLELI
ALANRFCLPHLVALAEQHAVQELTKAATSGVGIDGEVLSYLELAQFHNAHQLAAWCLHHICTNYNSVCSKFRKEIKSKSA
DNQEYFERHRWPPVWYLKEEDHYQRVKREREKEDIALNKHRSRRKWCFWNSSPAVA                        
>Hsap_ENSP00000338807                                                           
MDPVATHSCHLLQQLHEQRIQGLLCDCMLVVKGVCFKAHKNVLAAFSQYFRSLFQNSSSQKNDVFHLDVKNVSGIGQILD
FMYTSHLDLNQDNIQVMLDTAQCLQVQNVLSLCHTFLKSATVVQPPGMPCNSTLSLQSTLTPDATCVISENYPPHLLQEC
SADAQQNKTLDESHPHASPSVNRHHSAGEISKQAPDTSDGSCTELPFKQPNYYYKLRNFYSKQYHKHAAGPSQERVVEQP
FAFSTSTDLTTVESQPCAVSHSECILESPEHLPSNFLAQPVNDSAPHPESDATCQQPVKQMRLKKAIHLKKLNFLKSQKY
AEQVSEPKSDDGLTKRLESASKNTLEKASSQSAEEKESEEVVSCENFNCISETERPEDPAALEDQSQTLQSQRQYACELC
GKPFKHPSNLELHKRSHTGEKPFECNICGKHFSQAGNLQTHLRRHSGEKPYICEICGKRFAASGDVQRHIIIHSGEKPHL
CDICGRGFSNFSNLKEHKKTHTADKVFTCDECGKSFNMQRKLVKHRIRHTGERPYSCSACGKCFGGSGDLRRHVRTHTGE
KPYTCEICNKCFTRSAVLRRHKKMHCKAGDESPDVLEELSQAIETSDLEKSQSSDSFSQDTSVTLMPVSVKLPVHPVENS
VAEFDSHSGGSYCKLRSMIQPHGVSDQEKLSLDPGKLAKPQMQQTQPQAYAYSDVDTPAGGEPLQADGMAMIRSSLAALD
NHGGDPLGSRASSTTYRNSEGQFFSSMTLWGLAMKTLQNENELDQ                                   
>Hsap_ENSP00000341342                                                           
MLMAGQRGAWTMGDVVEKSLEGPLAPSTDEPSQKTGDLVEILNGEKVKFDDAGLSLILQNGLETLRMENALTDVILCVDI
QEFSCHRVVLAAASNYFRAMFCNDLKEKYEKRIIIKGVDAETMHTLLDYTYTSKALITKQNVQRVLEAANLFQFLRMVDA
CASFLTEALNPENCVGILRLADTHSLDSLKKQVQSYIIQNFVQILNSEEFLDLPVDTLHHILKSDDLYVTEEAQVFETVM



SWVRHKPSERLCLLPYVLENVRLPLLDPWYFVETVEADPLIRQCPEVFPLLQEARMYHLSGNEIISERTKPRMHEFQSEV
FMIIGGCTKDERFVAEVTCLDPLRRSRLEVAKLPLTEHELESENKKWVEFACVTLKNEVYISGGKETQHDVWKYNSSINK
WIQIEYLNIGRWRHKMVVLGGKVYVIGGFDGLQRINNVETYDPFHNCWSEAAPLLVHVSSFAATSHKKKLYVIGGGPNGK
LATDKTQCYDPSTNKWSLKAAMPVEAKCINAVSFRDRIYVVGGAMRALYAYSPLEDSWCLVTQLSHERASCGIAPCNNRL
YITGGRDEKNEVIATVLCWDPEAQKLTEECVLPRGVSHHGSVTIRKSYTHIRRIVPGAVSV                   
>Hsap_ENSP00000343273                                                           
MAASGVEKSSKKKTEKKLAAREEAKLLAGFMGVMNNMRKQKTLCDVILMVQERKIPAHRVVLAAASHFFNLMFTTNMLES
KSFEVELKDAEPDIIEQLVEFAYTARISVNSNNVQSLLDAANQYQIEPVKKMCVDFLKEQVDASNCLGISVLAECLDCPE
LKATADDFIHQHFTEVYKTDEFLQLDVKRVTHLLNQDTLTVRAEDQVYDAAVRWLKYDEPNRQPFMVDILAKVRFPLISK
NFLSKTVQAEPLIQDNPECLKMVISGMRYHLLSPEDREELVDGTRPRRKKHDYRIALFGGSQPQSCRYFNPKDYSWTDIR
CPFEKRRDAACVFWDNVVYILGGSQLFPIKRMDCYNVVKDSWYSKLGPPTPRDSLAACAAEGKIYTSGGSEVGNSALYLF
ECYDTRTESWHTKPSMLTQRCSHGMVEANGLIYVCGGSLGNNVSGRVLNSCEVYDPATETWTELCPMIEARKNHGLVFVK
DKIFAVGGQNGLGGLDNVEYYDIKLNEWKMVSPMPWKGVTVKCAAVGSIVYVLAGFQGVGRLGHILEYNTETDKWVANSK
VRAFPVTSCLICVVDTCGANEETLET                                                      
>Hsap_ENSP00000343362                                                           
MAEEEVAKLEKHLMLLRQEYVKLQKKLAETEKRCALLAAQANKESSSESFISRLLAIVADLYEQEQYSDLKIKVGDRHIS
AHKFVLAARSDSWSLANLSSTKELDLSDANPEVTMTMLRWIYTDELEFREDDVFLTELMKLANRFQLQLLRERCEKGVMS
LVNVRNCIRFYQTAEELNASTLMNYCAEIIASHWDDLRKEDFSSMSAQLLYKMIKSKTEYPLHKAIKVEREDVVFLYLIE
MDSQLPGKLNEADHNGDLALDLALSRRLESIATTLVSHKADVDMVDKSGWSLLHKGIQRGDLFAATFLIKNGAFVNAATL
GAQETPLHLVALYSSKKHSADVMSEMAQIAEALLQAGANPNMQDSKGRTPLHVSIMAGNEYVFSQLLQCKQLDLELKDHE
GSTALWLAVQHITVSSDQSVNPFEDVPVVNGTSFDENSFAARLIQRGSHTDAPDTATGNCLLQRAAGAGNEAAALFLATN
GAHVNHRNKWGETPLHTACRHGLANLTAELLQQGANPNLQTEEALPLPKEAASLTSLADSVHLQTPLHMAIAYNHPDVVS
VILEQKANALHATNNLQIIPDFSLKDSRDQTVLGLALWTGMHTIAAQLLGSGAAINDTMSDGQTLLHMAIQRQDSKSALF
LLEHQADINVSRTQDGETALQLAIRNQLPLVVDAICTRGADMSVPDEKGNPPLWLALANNLEDIASTLVRHGCDATCWGP
GPGGCLQTLLHRAIDENNEPTACFLIRSGCDVNSPRQPGANGEGEEEARDGQTPLHLAASWGLEETVQCLLEFGANVNAQ
DAEGRTPIHVAISSQHGVIIQLLVSHPDIHLNVRDRQGLTPFACAMTFKNNKSAEAILKRESGAAEQVDNKGRNFLHVAV
QNSDIESVLFLISVHANVNSRVQDASKLTPLHLAVQAGSEIIVRNLLLAGAKVNELTKHRQTALHLAAQQDLPTICSVLL
ENGVDFAAVDENGNNALHLAVMHGRLNNIRVLLTECTVDAEAFNLRGQSPLHILGQYGKENAAAIFDLFLECMPGYPLDK
PDADGSTVLLLAYMKGNANLCRAIVRSGARLGVNNNQGVNIFNYQVATKQLLFRLLDMLSKEPPWCDGSYCYECTARFGV
TTRKHHCRHCGRLLCHKCSTKEIPIIKFDLNKPVRVCNICFDVLTLGGVS                              
>Hsap_ENSP00000343686                                                           
MARCGEGSAAPMVLLGSAGVCSKGLQRKGPCERRRLKATVSEQLSQDLLRLLREEFHTDVTFSVGCTLFKAHKAVLLARV
PDFYFHTIGQTSNSLTNQEPIAVENVEALEFRTFLQIIYSSNRNIKNYEEEILRKKIMEIGISQKQLDISFPKCENSSDC
SLQKHEIPEDISDRDDDFISNDNYDLEPASELGEDLLKLYVKPCCPDIDIFVDGKRFKAHRAILSARSSYFAAMLSGCWA
ESSQEYVTLQGISHVELNVMMHFIYGGTLDIPDKTNVGQILNMADMYGLEGLKEVAIYILRRDYCNFFQKPVPRTLTSIL
ECLIIAHSVGVESLFADCMKWIVKHFARFWSERSFANIPPEIQKSCLNMLIQSLVSIT                      
>Hsap_ENSP00000343930                                                           
MQPRSERPAGRTQSPEHGSPGPGPEAPPPPPPQPPAPEAERTRPRQARPAAPMEGAVQLLSREGHSVAHNSKRHYHDAFV
AMSRMRQRGLLCDIVLHVAAKEIRAHKVVLASCSPYFHAMFTNEMSESRQTHVTLHDIDPQALDQLVQFAYTAEIVVGEG
NVQTLLPAASLLQLNGVRDACCKFLLSQLDPSNCLGIRGFADAHSCSDLLKAAHRYVLQHFVDVAKTEEFMLLPLKQVLE
LVSSDSLNVPSEEEVYRAVLSWVKHDVDARRQHVPRLMKCVRLPLLSRDFLLGHVDAESLVRHHPDCKDLLIEALKFHLL
PEQRGVLGTSRTRPRRCEGAGPVLFAVGGGSLFAIHGDCEAYDTRTDRWHVVASMSTRRARVGVAAVGNRLYAVGGYDGT
SDLATVESYDPVTNTWQPEVSMGTRRSCLGVAALHGLLYSAGGYDGASCLNSAERYDPLTGTWTSVAAMSTRRRYVRVAT
LDGNLYAVGGYDSSSHLATVEKYEPQVNVWSPVASMLSRRSSAGVAVLEGALYVAGGNDGTSCLNSVERYSPKAGAWESV
APMNIRRSTHDLVAMDGWLYAVGGNDGSSSLNSIEKYNPRTNKWVAASCMFTRRSSVGVAVLELLNFPPPSSPTLSVSST
SL                                                                              
>Hsap_ENSP00000346603                                                           
MAAAEAVHHIHLQNFSRSLLETLNGQRLGGHFCDVTVRIREASLRAHRCVLAAGSPFFQDKLLLGHSEIRVPPVVPAQTV
RQLVEFLYSGSLVVAQGEALQVLTAASVLRIQTVIDECTQIIARARAPGTSAPTPLPTPVPPPLAPAQLRHRLRHLLAAR
PPGHPGAAHSRKQRQPARLQLPAPPTPAKAEGPDADPSLSAAPDDRGDEDDEESDDETDGEDGEGGGPGEGQAPPSFPDC
AAGFLTAAADSACEEPPAPTGLADYSGAGRDFLRGAGSAEDVFPDSYVSTWHDEDGAVPEGCPTETPVQPDCILSGSRPP
GVKTPGPPVALFPFHLGAPGPPAPPPSAPSGPAPAPPPAFYPTLQPEAAPSTQLGEVPAPSAAPTTAPSGTPARTPGAEP
PTYECSHCRKTFSSRKNYTKHMFIHSGEKPHQCAVCWRSFSLRDYLLKHMVTHTGVRAFQCAVCAKRFTQKSSLNVHMRT
HRPERAPCPACGKVFSHRALLERHLAAHPAP                                                 
>Hsap_ENSP00000347193                                                           
MHFKCKYSYPALYQMDHTSPTYMLANLTHLHSEQLLQGLNLLRQHHELCDIILRVGDVKIHAHKVVLASVSPYFKAMFTG
NLSEKENSEVEFQCIDETALQAIVEYAYTGTVFISQDTVESLLPAANLLQIKLVLKECCAFLESQLDPGNCIGISRFAET
YGCRDLYLAATKYICQNFEAVCQTEEFFELTHADLDEIVSNDCLNVATEETVFYALESWIKYDVQERQKYLAQLLNSVRL
PLLSVKFLTRLYEANHLIRDDRTCKHLLNEALKYHFMPEHRLSHQTVLMTRPRCAPKVLCAVGGKSGLFACLDSVEMYFP
QNDSWIGLAPLNIPRYEFGICVLDQKVYVIGGIATNVRPGVTIRKHENSVECWNPDTNTWTSLERMNESRSTLGVVVLAG
ELYALGGYDGQSYLQSVEKYIPKIRKWQPVAPMTTTRSCFAAAVLDGMIYAIGGYGPAHMNSVERYDPSKDSWEMVASMA
DKRIHFGVGVMLGFIFVVGGHNGVSHLSSIERYDPHQNQWTVCRPMKEPRTGVGAAVIDNYLYVVGGHSGSSYLNTVQKY



DPISDTWLDSAGMIYCRCNFGLTAL                                                       
>Hsap_ENSP00000349503                                                           
MEFFISMSETIKYNDDDHKTLFLKTLNEQRLEGEFCDIAIVVEDVKFRAHRCVLAACSTYFKKLFKKLEVDSSSVIEIDF
LRSDIFEEVLNYMYTAKISVKKEDVNLMMSSGQILGIRFLDKLCSQKRDVSSPDENNGQSKSKYCLKINRPIGDAADTQD
DDVEEIGDQDDSPSDDTVEGTPPSQEDGKSPTTTLRVQEAILKELGSEEVRKVNCYGQEVESMETPESKDLGSQTPQALT
FNDGMSEVKDEQTPGWTTAASDMKFEYLLYGHHREQIACQACGKTFSDEGRLRKHEKLHTADRPFVCEMCTKGFTTQAHL
KEHLKIHTGYKPYSCEVCGKSFIRAPDLKKHERVHSNERPFACHMCDKAFKHKSHLKDHERRHRGEKPFVCGSCTKAFAK
ASDLKRHENNMHSERKQVTPSAIQSETEQLQAAAMAAEAEQQLETIACS                               
>Hsap_ENSP00000351539                                                           
MCPKGYEDSMEFPDHSRHLLQCLSEQRHQGFLCDCTVLVGDAQFRAHRAVLASCSMYFHLFYKDQLDKRDIVHLNSDIVT
APAFALLLEFMYEGKLQFKDLPIEDVLAAASYLHMYDIVKVCKKKLKEKATTEADSTKKEEDASSCSDKVESLSDGSSHI
AGDLPSDEDEGEDEKLNILPSKRDLAAEPGNMWMRLPSDSAGIPQAGGEAEPHATAAGKTVASPCSSTESLSQRSVTSVR
DSADVDCVLDLSVKSSLSGVENLNSSYFSSQDVLRSNLVQVKVEKEASCDESDVGTNDYDMEHSTVKESVSTNNRVQYEP
AHLAPLREDSVLRELDREDKASDDEMMTPESERVQVEGGMESSLLPYVSNILSPAGQIFMCPLCNKVFPSPHILQIHLST
HFREQDGIRSKPAADVNVPTCSLCGKTFSCMYTLKRHERTHSGEKPYTCTQCGKSFQYSHNLSRHAVVHTREKPHACKWC
ERRFTQSGDLYRHIRKFHCELVNSLSVKSEALSLPTVRDWTLEDSSQELWK                             
>Hsap_ENSP00000351933                                                           
MKVSLGNGEMGVSAHLQPCKAGTTRFFTSNTHSSVVLQGFDQLRIEGLLCDVTLVPGDGDEIFPVHRAMMASASDYFKAM
FTGGMKEQDLMCIKLHGVNKVGLKKIIDFIYTAKLSLNMDNLQDTLEAASFLQILPVLDFCKVFLISGVSLDNCVEVGRI
ANTYNLIEVDKYVNNFILKNFPALLSTGEFLKLPFERLAFVLSSNSLKHCTELELFKAACRWLRLEDPRMDYAAKLMKNI
RFPLMTPQDLINYVQTVDFMRTDNTCVNLLLEASNYQMMPYMQPVMQSDRTAIRSDSTHLVTLGGVLRQQLVVSKELRMY
DERAQEWRSLAPMDAPRYQHGIAVIGNFLYVVGGQSNYDTKGKTAVDTVFRFDPRYNKWMQVASLNEKRTFFHLSALKGH
LYAVGGRSAAGELATVECYNPRMNEWSYVAKMSEPHYGHAGTVYGGLMYISGGITHDTFQNELMCFDPDTDKWMQKAPMT
TVRGLHCMCTVGDKLYVIGGNHFRGTSDYDDVLSCEYYSPTLDQWTPIAAMLRGQSDVGVAVFENKIYVVGGYSWNNRCM
VEIVQKYDPEKDEWHKVFDLPESLGGIRACTLTVFPPEENPGSPSRESPLSAPSDHS                       
>Hsap_ENSP00000352314                                                           
MSRSGDRTSTFDPSHSDNLLHGLNLLWRKQLFCDVTLTAQGQQFHCHKAVLASCSQYFRSLFSSHPPLGGGVGGQDGLGA
PKDQQQPPQQQPSQQQQPPPQEEPGTPSSSPDDKLLTSPRAINNLVLQGCSSIGLRLVLEYLYTANVTLSLDTVEEVLSV
SKILHIPQVTKLCVQFLNDQISVQNYKQVCKIAALHGLEETKKLANKYLVEDVLLLNFEEMRALLDSLPPPVESELALFQ
MSVLWLEHDRETRMQYAPDLMKRLRFALIPAPELVERVQSVDFMRTDPVCQKLLLDAMNYHLMPFRQHCRQSLASRIRSN
KKMLLLVGGLPPGPDRLPSNLVQYYDDEKKTWKILTIMPYNSAHHCVVEVENFLFVLGGEDQWNPNGKHSTNFVSRYDPR
FNSWIQLPPMQERRASFYACRLDKHLYVIGGRNETGYLSSVECYNLETNEWRYVSSLPQPLAAHAGAVHNGKIYISGGVH
NGEYVPWLYCYDPVMDVWARKQDMNTKRAIHTLAVMNDRLYAIGGNHLKGFSHLDVMLVECYDPKGDQWNILQTPILEGR
SGPGCAVLDDSIYLVGGYSWSMGAYKSSTICYCPEKGTWTELEGDVAEPLAGPACVTVILPSCVPYNK            
>Hsap_ENSP00000356375                                                           
MKKRRKVTSNLEKIHLGYHKDSSEGNVAVECDQVTYTHSAGRPTPEALHCYQELPPSPDQRKLLSSLQYNKNLLKYLNDD
RQKQPSFCDLLIIVEGKEFSAHKVVVAVGSSYFHACLSKNPSTDVVTLDHVTHSVFQHLLEFLYTSEFFVYKYEIPLVLE
AAKFLDIIDAVKLLNNENVAPFHSELTEKSSPEETLNELTGRLSNNHQCKFCSRHFCYKKSLENHLAKTHRSLLLGKKHG
LKMLERSFSARRSKRNRKCPVKFDDTSDDEQESGDGSDNLNQENFDKEKSDRNDSEDPGSEYNAEEDELEEEMSDEYSDI
EEQSEKDHNDAEEEPEAGDSVGNVHEGLTPVVIQNSNKKILQCPKCDKTFDRIGKYESHTRVHTGEKPFECDICHQRYST
KSNLTVHRKKHSNETEFHKKEHKCPYCNKLHASKKTLAKHVKRFHPENAQEFISIKKTKSESWKCDICKKSFTRRPHLEE
HMILHSQDKPFKCTYCEEHFKSRFARLKHQEKFHLGPFPCDICGRQFNDTGNLKRHIECTHGGKRKWTCFICGKSVRERT
TLKEHLRIHSGEKPHLCSICGQSFRHGSSYRLHLRVHHDDKRYECDECGKTFIRHDHLTKHKKIHSGEKAHQCEECGKCF
GRRDHLTVHYKSVHLGEKVWQKYKATFHQCDVCKKIFKGKSSLEMHFRTHSGEKPYKCQICNQSFRIKKTLTKHLVIHSD
ARPFNCQHCNATFKRKDKLKYHIDHVHEIKSPDDPLSTSEEKLVSLPVEYSSDDKIFQTETKQYMDQPKVYQSEAKTMLQ
NVSAEVCVPVTLVPVQMPDTPSDLVRHTTTLPPSSHEILSPQPQSTDYPRAADLAFLEKYTLTPQPANIVHPVRPEQMLD
PREQSYLGTLLGLDSTTGVQNISTNEHHS                                                   
>Hsap_ENSP00000356468                                                           
MIPNGYLMFEDENFIESSVAKLNALRKSGQFCDVRLQVCGHEMLAHRAVLACCSPYLFEIFNSDSDPHGISHVKFDDLNP
EAVEVLLNYAYTAQLKADKELVKDVYSAAKKLKMDRVKQVCGDYLLSRMDVTSCISYRNFASCMGDSRLLNKVDAYIQEH
LLQISEEEEFLKLPRLKLEVMLEDNVCLPSNGKLYTKVINWVQRSIWENGDSLEELMEEVQTLYYSADHKLLDGNLLDGQ
AEVFGSDDDHIQFVQKKPPRENGHKQISSSSTGCLSSPNATVQSPKHEWKIVASEKTSNNTYLCLAVLDGIFCVIFLHGR
NSPQSSPTSTPKLSKSLSFEMQQDELIEKPMSPMQYARSGLGTAEMNGKLIAAGGYNREECLRTVECYNPHTDHWSFLAP
MRTPRARFQMAVLMGQLYVVGGSNGHSDDLSCGEMYDSNIDDWIPVPELRTNRCNAGVCALNGKLYIVGGSDPYGQKGLK
NCDVFDPVTKLWTSCAPLNIRRHQSAVCELGGYLYIIGGAESWNCLNTVERYNPENNTWTLIAPMNVARRGAGVAVLNGK
LFVCGGFDGSHAISCVEMYDPTRNEWKMMGNMTSPRSNAGIATVGNTIYAVGGFDGNEFLNTVEVYNLESNEWSPYTKIF
QF                                                                              
>Hsap_ENSP00000356674                                                           
MEKGGNIQLEIPDFSNSVLSHLNQLRMQGRLCDIVVNVQGQAFRAHKVVLAASSPYFRDHMSLNEMSTVSISVIKNPTVF
EQLLSFCYTGRICLQLADIISYLTAASFLQMQHIIDKCTQILEGIHFKINVAEVEAELSQTRTKHQERPPESHRVTPNLN
RSLSPRHNTPKGNRRGQVSAVLDIRELSPPEESTSPQIIEPSSDVESREPILRINRAGQWYVETGVADRGGRSDDEVRVL
GAVHIKTENLEEWLGPENQPSGEDGSSAEEVTAMVIDTTGHGSVGQENYTLGSSGAKVARPTSSEVDRFSPSGSVVPLTE



RHRARSESPGRMDEPKQPSSQVEESAMMGVSGYVEYLREQEVSERWFRYNPRLTCIYCAKSFNQKGSLDRHMRLHMGITP
FVCRMCGKKYTRKDQLEYHIRKHTGNKPFHCHVCGKSFPFQAILNQHFRKNHPGCIPLEGPHSISPETTVTSRGQAEEES
PSQEETVAPGEAVQGSVSTTGPD                                                         
>Hsap_ENSP00000358265                                                           
MPSERCLSIQEMLTGQRLCHSESHNDSVLAALNQQRSDGILCDITLIAEEQKFHAHKAVLAACSDYFRAMFSLCMVESGA
DEVNLHGVTSLGLKQALEFAYTGQILLEPGVIQDVLAAGSHLQLLELLNLCSHYLIQELNSFNYLDLYRLADLFNLTLLE
KAVIDFLVKHLSELLKSRPEEVLTLPYCLLQEVLKSDRLTSLSEEQIWQLAVRWLEHNCHYQYMDELLQYIRFGLMDVDT
LHTVALSHPLVQASETATALVNEALEYHQSIYAQPVWQTRRTKPRFQSDTLYIIGGKKREVCKVKELRYFNPVDQENALI
AAIANWSELAPMPVGRSHHCVAVMGDFLFVAGGEVEHASGRTCAVRTACRYDPRSNSWAEIAPMKNCREHFVLGAMEEYL
YAVGGRNELRQVLPTVERYCPKKNKWTFVQSFDRSLSCHAGYVADGLLWISGGVTNTAQYQNRLMVYEPNQNKWISRSPM
LQRRVYHSMAAVQRKLYVLGGNDLDYNNDRILVRHIDSYNIDTDQWTRCNFNLLTGQNESGVAVHNGRIYLVGGYSIWTN
EPLACIQVLDVSREGKEEVFYGPTLPFASNGIAACFLPAPYFTCPNLQTLQVPHHRIGTI                    
>Hsap_ENSP00000359942                                                           
MAPKKKIVKKNKGDINEMTIIVEDSPLNKLNALNGLLEGGNGLSCISSELTDASYGPNLLEGLSKMRQENFLCDLVIGTK
TKSFDVHKSVMASCSEYFYNILKKDPSIQRVDLNDISPLGLATVIAYAYTGKLTLSLYTIGSIISAAVYLQIHTLVKMCS
DFLIREMSVENCMYVVNIAETYSLKNAKAAAQKFIRDNFLEFAESDQFMKLTFEQINELLIDDDLQLPSEIVAFQIAMKW
LEFDQKRVKYAADLLSNIRFGTISAQDLVNYVQSVPRMMQDADCHRLLVDAMNYHLLPYHQNTLQSRRTRIRGGCRVLVT
VGGRPGLTEKSLSRDILYRDPENGWSKLTEMPAKSFNQCVAVMDGFLYVAGGEDQNDARNQAKHAVSNFCRYDPRFNTWI
HLASMNQKRTHFSLSVFNGLVYAAGGRNAEGSLASLECYVPSTNQWQPKTPLEVARCCHASAVADGRVLVTGGYIANAYS
RSVCAYDPASDSWQELPNLSTPRGWHCAVTLSDRVYVMGGSQLGPRGERVDVLTVECYSPATGQWSYAAPLQVGVSTAGV
SALHGRAYLVGGWNEGEKKYKKCIQCFSPELNEWTEDDELPEATVGVSCCTLSMPNNVTRESRASSVSSVPVSI      
>Hsap_ENSP00000362206                                                           
MSVSGKKEFDVKQILRLRWRWFSHPFQGSTNTGSCLQQEGYEHRGTPVQGRLKSHSRDRNGLKKSNSPVHHNILAPVPGP
APAHQRAVQNLQQHNLIVHFQANEDTPKSVPEKNLFKEACEKRAQDLEMMADDNIEDSTARLDTQHSEDMNATRSEEQFH
VINHAEQTLRKMENYLKEKQLCDVLLIAGHLRIPAHRLVLSAVSDYFAAMFTNDVLEAKQEEVRMEGVDPNALNSLVQYA
YTGVLQLKEDTIESLLAAACLLQLTQVIDVCSNFLIKQLHPSNCLGIRSFGDAQGCTELLNVAHKYTMEHFIEVIKNQEF
LLLPANEISKLLCSDDINVPDEETIFHALMQWVGHDVQNRQGELGMLLSYIRLPLLPPQLLADLETSSMFTGDLECQKLL
MEAMKYHLLPERRSMMQSPRTKPRKSTVGALYAVGGMDAMKGTTTIEKYDLRTNSWLHIGTMNGRRLQFGVAVIDNKLYV
VGGRDGLKTLNTVECFNPVGKIWTVMPPMSTHRHGLGVATLEGPMYAVGGHDGWSYLNTVERWDPEGRQWNYVASMSTPR
STVGVVALNNKLYAIGGRDGSSCLKSMEYFDPHTNKWSLCAPMSKRRGGVGVATYNGFLYVVGGHDAPASNHCSRLSDCV
ERYDPKGDSWSTVAPLSVPRDAVAVCPLGDKLYVVGGYDGHTYLNTVESYDAQRNEWKESMQELLQNFYTTQKLKETLGH
>Hsap_ENSP00000362556                                                           
MEPGTNSFRVEFPDFSSTILQKLNQQRQQGQLCDVSIVVQGHIFRAHKAVLAASSPYFCDQVLLKNSRRIVLPDVMNPRV
FENILLSSYTGRLVMPAPEIVSYLTAASFLQMWHVVDKCTEVLEGNPTVLCQKLNHGSDHQSPSSSSYNGLVESFELGSG
GHTDFPKAQELRDGENEEESTKDELSSQLTEHEYLPSNSSTEHDRLSTEMASQDGEEGASDSAEFHYTRPMYSKPSIMAH
KRWIHVKPERLEQACEGMDVHATYDEHQVTESINTVQTEHTVQPSGVEEDFHIGEKKVEAEFDEQADESNYDEQVDFYGS
SMEEFSGERSDGNLIGHRQEAALAAGYSENIEMVTGIKEEASHLGFSATDKLYPCQCGKSFTHKSQRDRHMSMHLGLRPY
GCGVCGKKFKMKHHLVGHMKIHTGIKPYECNICAKRFMWRDSFHRHVTSCTKSYEAAKAEQNTTEAN             
>Hsap_ENSP00000362609                                                           
MEISSHQSHLLQQLNEQRRQDVFCDCSILVEGKVFKAHRNVLFASSGYFKMLLSQNSKETSQPTTATFQAFSPDTFTVIL
DFVYSGKLSLTGQNVIEVMSAASFLQMTDVISVCKTFIKSSLDISEKEKDRYFSLSDKDANSNGVERSSFYSGGWQEGSS
SPRSHLSPEQGTGIISGKSWNKYNYHPASQKNTQQPLAKHEPRKESIKKTKHLRLSQPSEVTHYKSSKREVRTSDSSSHV
SQSEEQAQIDAEMDSTPVGYQYGQGSDVTSKSFPDDLPRMRFKCPYCTHVVKRKADLKRHLRCHTGERPYPCQACGKRFS
RLDHLSSHFRTIHQACKLICRKCKRHVTDLTGQVVQEGTRRYRLCNECLAEFGIDSLPIDLEAEQHLMSPSDGDKDSRWH
LSEDENRSYVEIVEDGSGDLVIQQVDDSEEEEEKEIKPNIR                                       
>Hsap_ENSP00000362758                                                           
MSERSDLLHFKFENYGDSMLQKMNKLREENKFCDVTVLIDDIEVQGHKIVFAAGSPFLRDQFLLNDSREVKISILQSSEV
GRQLLLSCYSGVLEFPEMELVNYLTAASFLQMSHIVERCTQALWKFIKPKQPMDSKEGCEPQSASPQSKEQQGDARGSPK
QDSPCIHPSEDSMDMEDSDIQIVKVESIGDVSEVRSKKDQNQFISSEPTALHSSEPQHSLINSTVENRVSEIEQNHLHNY
ALSYTGSDNIIMASKDVFGPNIRGVDKGLQWHHQCPKCTRVFRHLENYANHLKMHKLFMCLLCGKTFTQKGNLHRHMRVH
AGIKPFQCKICGKTFSQKCSLQDHLNLHSGDKPHKCNYCDMVFAHKPVLRKHLKQLHGKNSFDNANERNVQDLTVDFDSF
ACTTVTDSKGCQPQPDATQVLDAGKLAQAVLNLRNDSTCVN                                       
>Hsap_ENSP00000362763                                                           
MAAESDVLHFQFEQQGDVVLQKMNLLRQQNLFCDVSIYINDTEFQGHKVILAACSTFMRDQFLLTQSKHVRITILQSAEV
GRKLLLSCYTGALEVKRKELLKYLTAASYLQMVHIVEKCTEALSKYLEIDLSMKNNNQHTDLCQSSDPDVKNEDENSDKD
CEIIEISEDSPVNIDFHVKEEESNALQSTVESLTSERKEMKSPELSTVDIGFKDNEICILHVESISTAGVENGQFSQPCT
SSKASMYFSETQHSLINSTVESRVAEVPGNQDQGLFCENTEGSYGTVSEIQNLEEGYSLRHQCPRCPRGFLHVENYLRHL
KMHKLFLCLQCGKTFTQKKNLNRHIRGHMGIRPFQCTVCLKTFTAKSTLQDHLNIHSGDRPYKCHCCDMDFKHKSALKKH
LTSVHGRSSGEKLSRPDLKRQSLL                                                        
>Hsap_ENSP00000364515                                                           
MPRRGYSKPGSWGSFWAMLTLVGLVTHAAQRADVGGEAAGTSINHSQAVLQRLQELLRQGNASDVVLRVQAAGTDEVRVF
HAHRLLLGLHSELFLELLSNQSEAVLQEPQDCAAVFDKFIRYLYCGELTVLLTQAIPLHRLATKYGVSSLQRGVADYMRA



HLAGGAGPAVGWYHYAVGTGDEALRESCLQFLAWNLSAVAASTEWGAVSPELLWQLLQRSDLVLQDELELFHALEAWLGR
ARPPPAVAERALRAIRYPMIPPAQLFQLQARSAALARHGPAVADLLLQAYQFHAASPLHYAKFFDVNGSAFLPRNYLAPA
WGAPWVINNPARDDRSTSFQTQLGPSGHDAGRRVTWNVLFSPRWLPVSLRPVYADAAGTALPAARPEDGRPRLVVTPASS
GGDAAGVSFQKTVLVGARQQGRLLVRHAYSFHQSSEEAGDFLAHADLQRRNSEYLVENALHLHLIVKPVYHTLIRTPK  
>Hsap_ENSP00000364675                                                           
MASGVEVLRFQLPGHEAATLRNMNQLRAEERFCDVTIVADSLKFRGHKVILAACSPFLRDQFLLNPSSELQVSLMHSARI
VADLLLSCYTGALEFAVRDIVNYLTAASYLQMEHVVEKCRNALSQFIEPKIGLKEDGVSEASLVSSISATKSLLPPARTP
KPAPKPPPPPPLPPPLLRPVKLEFPLDEDLELKAEEEDEDEDEDVSDICIVKVESALEVAHRLKPPGGLGGGLGIGGSVG
GHLGELAQSSVPPSTVAPPQGVVKACYSLSEDAEGEGLLLIPGGRASVGATSGLVEAAAVAMAARGAGGSLGAGGSRGPL
PGGFSGGNPLKNIKCTKCPEVFQGVEKLVFHMRAQHFIFMCPRCGKQFNHSSNLNRHMNVHRGVKSHSCGICGKCFTQKS
TLHDHLNLHSGARPYRCSYCDVRFAHKPAIRRHLKEQHGKTTAENVLEASVAEINVLIR                     
>Hsap_ENSP00000364798                                                           
MELPNYSRQLLQQLYTLCKEQQFCDCTISIGTIYFRAHKLVLAAASLLFKTLLDNTDTISIDASVVSPEEFALLLEMMYT
GKLPVGKHNFSKIISLADSLQMFDVAVSCKNLLTSLVNCSVQGQVVRDVSAPSSETFRKEPEKPQVEILSSEGAGEPHSS
PELAATPGGPVKAETEEAAHSVSQEMSVNSPTAQESQRNAETPAETPTTAEACSPSPAVQTFSEAKKTSTEPGCERKHYQ
LNFLLENEGVFSDALMVTQDVLKKLEMCSEIKGPQKEMIVKCFEGEGGHSAFQRILGKVREESLDVQTVVSLLRLYQYSN
PAVKTALLDRKPEDVDTVQPKGSTEEGKTLSVLLLEHKEDLIQCVTQLRPIMESLETAKEEFLTGTEKRVILNCCEGRTP
KETIENLLHRMTEEKTLTAEGLVKLLQAVKTTFPNLGLLLEKLQKSATLPSTTVQPSPDDYGTELLRRYHENLSEIFTDN
QILLKMISHMTSLAPGEREVMEKLVKRDSGSGGFNSLISAVLEKQTLSATAIWQLLLVVQETKTCPLDLLMEEIRREPGA
DAFFRAVTTPEHATLETILRHNQLILEAIQQKIEYKLFTSEEEHLAETVKEILSIPSETASPEASLRAVLSRAMEKSVPA
IEICHLLCSVHKSFPGLQPVMQELAYIGVLTKEDGEKETWKVSNKFHLEANNKEDEKAAKEDSQPGEQNDQGETGSLPGQ
QEKEASASPDPAKKSFICKACDKSFHFYCRLKVHMKRCRVAKSKQVQCKECSETKDSKKELDKHQLEAHGAGGEPDAPKK
KKKRLPVTCDLCGREFAHASGMQYHKLTEHFDEKPFSCEECGAKFAANSTLKNHLRLHTGDRPFMCKHCLMTFTQASALA
YHTKKKHSEGKMYACQYCDAVFAQSIELSRHVRTHTGDKPYVCRDCGKGFRQANGLSIHLHTFHNIEDPYDCKKCRMSFP
TLQDHRKHIHEVHSKEYHPCPTCGKIFSAPSMLERHVVTHVGGKPFSCGICNKAYQQLSGLWYHNRTHHPDVFAAQNHRS
SKFSSLQCSSCDKTFPNTIEHKKHIKAEHADMKFHECDQCKELFPTPALLQVHVKCQHSGSQPFRCLYCAATFRFPGALQ
HHVTTEHFKQSETTFPCELCGELFTSQAQLDSHLESEHPKVMSTETQAAASQMAQVIQTPEPVAPTEQVITLEETQLAGS
QVFVTLPDSQASQASSELVAVTVEDLLDGTVTLICGEAK                                         
>Hsap_ENSP00000364885                                                           
MDFPQHSQHVLEQLNQQRQLGLLCDCTFVVDGVHFKAHKAVLAACSEYFKMLFVDQKDVVHLDISNAAGLGQVLEFMYTA
KLSLSPENVDDVLAVATFLQMQDIITACHALKSLAEPATSPGGNAEALATEGGDKRAKEEKVATSTLSRLEQAGRSTPIG
PSRDLKEERGGQAQSAASGAEQTEKADAPREPPPVELKPDPTSGMAAAEAEAALSESSEQEMEVEPARKGEEEQKEQEEQ
EEEGAGPAEVKEEGSQLENGEAPEENENEESAGTDSGQELGSEARGLRSGTYGDRTESKAYGSVIHKCEDCGKEFTHTGN
FKRHIRIHTGEKPFSCRECSKAFSDPAACKAHEKTHSPLKPYGCEECGKSYRLISLLNLHKKRHSGEARYRCEDCGKLFT
TSGNLKRHQLVHSGEKPYQCDYCGRSFSDPTSKMRHLETHDTDKEHKCPHCDKKFNQVGNLKAHLKIHIADGPLKCRECG
KQFTTSGNLKRHLRIHSGEKPYVCIHCQRQFADPGALQRHVRIHTGEKPCQCVMCGKAFTQASSLIAHVRQHTGEKPYVC
ERCGKRFVQSSQLANHIRHHDNIRPHKCSVCSKAFVNVGDLSKHIIIHTGEKPYLCDKCGRGFNRVDNLRSHVKTVHQGK
AGIKILEPEEGSEVSVVTVDDMVTLATEALAATAVTQLTGPATLPAVVPVGAAVTADETEVLKAEISKAVKQVQEEDPNT
HILYACDSCGDKFLDANSLAQHVRIHTAQALVMFQTDADFYQQYGPGGTWPAGQVLQAGELVFRPRDGAEGQPALAETSP
TAPECPPPAE                                                                      
>Hsap_ENSP00000366886                                                           
MERPAPLAVLPFSDPAHALSLLRGLSQLRAERKFLDVTLEAAGGRDFPAHRAVLAAASPYFRAMFAGQLRESRAERVRLH
GVPPDMLQLLLDFSYTGRVAVSGDNAEPLLRAADLLQFPAVKEACGAFLQQQLDLANCLDMQDFAEAFSCSGLASAAQRF
ILRHVGELGAEQLERLPLARLLRYLRDDGLCVPKEEAAYQLALRWVRADPPRRAAHWPQLLEAVRLPFVRRFYLLAHVEA
EPLVARCPPCLRLLREARDFQAARYDRHDRGPCPRMRPRPSTGLAEILVLVGGCDQDCDELVTVDCYNPQTGQWRYLAEF
PDHLGGGYSIVALGNDIYVTGGSDGSRLYDCVWRYNSSVNEWAEVAPMLKAREYHSSSVLDGLLYVVAADSTERYDHTTD
SWEALQPMTYPMDNCSTTACRGRLYAIGSLAGKETMVMQCYDPDTDLWSLVDCGQLPPWSFAPKTATLNGLMYFVRDDSA
EVDVYNPTRNEWDKIPSMNQVHVGGSLAVLGGKLYVSGGYDNTFELSDVVEAYDPETRAWSVVGRLPEPTFWHGSVSIFR
QFMPQTFSGGRGFELDSGSDDMDPGRPRPPRDPDELH                                           
>Hsap_ENSP00000366902                                                           
MDGSFVQHSVRVLQELNKQREKGQYCDATLDVGGLVFKAHWSVLACCSHFFQSLYGDGSGGSVVLPAGFAEIFGLLLDFF
YTGHLALTSGNRDQVLLAARELRVPEAVELCQSFKPKTSVGQAAGGQSGLGPPASQNVNSHVKEPAGLEEEEVSRTLGLV
PRDQEPRGSHSPQRPQLHSPAQSEGPSSLCGKLKQALKPCPLEDKKPEDCKVPPRPLEAEGAQLQGGSNEWEVVVQVEDD
GDGDYMSEPEAVLTRRKSNVIRKPCAAEPALSAGSLAAEPAENRKGTAVPVECPTCHKKFLSKYYLKVHNRKHTGEKPFE
CPKCGKCYFRKENLLEHEARNCMNRSEQVFTCSVCQETFRRRMELRVHMVSHTGEMPYKCSSCSQQFMQKKDLQSHMIKL
HGAPKPHACPTCAKCFLSRTELQLHEAFKHRGEKLFVCEECGHRASSRNGLQMHIKAKHRNERPHVCEFCSHAFTQKANL
NMHLRTHTGEKPFQCHLCGKTFRTQASLDKHNRTHTGERPFSCEFCEQRFTEKGPLLRHVASRHQEGRPHFCQICGKTFK
AVEQLRVHVRRHKGVRKFECTECGYKFTRQAHLRRHMEIHDRVENYNPRQRKLRNLIIEDEKMVVVALQPPAELEVGSAE
VIVESLAQGGLASQLPGQRLCAEESFTGPGVLEPSLIITAAVPEDCDT                                
>Hsap_ENSP00000367075                                                           
MSGSGRKDFDVKHILRLRWKLFSHPSPSTGGPAGGGCLQQDGSGSFEHWGPSQSRLLKSQERSGVSTFWKKPSSSSSSSS
SPSSSSSSFNPLNGTLLPVATRLQQGAPGQGTQQPARTLFYVESLEEEVVPGMDFPGPHEKGLVLQELKVEPDNSSQATG



EGCGHRLSSTGHSMTPQSDLDSSSSEEFYQAVHHAEQTFRKMESYLKQQQLCDVILIVGNRKIPAHRLVLSSVSDYFAAM
FTSDVCEAKQEEIKMEGIDPNALWDLVQFAYTGCLELKEDTIENLLAAACLLQLPQVVEVCCHFLMKLLHPSNCLGIRAF
ADAQGCIELMKVAHSYTMENIMEVIRNQEFLLLPAEELHKLLASDDVNVPDEETIFHALMMWVKYDMQSRCNDLSMLLAF
IRLPLLPPQILADLENHALFKNDLECQKLILEAMKYHLLPERRTLMQSPRTKPRKSTVGTLYAVGGMDNNKGATTIEKYD
LRTNLWIQAGMMNGRRLQFGVAVIDDKLFVIGGRDGLKTLNTVECYNPKTKTWTVLPPMSTHRHGLGVTVLEGPIYAVGG
HDGWSYLNTVERWDPQSQQWTFVASMSIARSTVGVAALNGKLYSVGGRDGSSCLSSMEYYDPHTNKWNMCAPMCKRRGGV
GVATCDGFLYAVGGHDAPASNHCSRLLDYVERYDPKTDTWTMVAPLSMPRDAVGVCLLGDRLYAVGGYDGQTYLNTMESY
DPQTNEWTQMASLNIGRAGACVVVIKQP                                                    
>Hsap_ENSP00000367471                                                           
MVDDKEKNMKCLTFFLMLPETVKNRSKKSSKKANTSSSSSNSSKLPPVCYEIITLKTKKKKMAADIFPRKKPANSSSTSV
QQYHQQNLSNNNLIPAPNWQGLYPTIRERNAMMFNNDLMADVHFVVGPPGGTQRLPGHKYVLAVGSSVFHAMFYGELAED
KDEIRIPDVEPAAFLAMLKYIYCDEIDLAADTVLATLYAAKKYIVPHLARACVNFLETSLSAKNACVLLSQSCLFEEPDL
TQRCWEVIDAQAELALKSEGFCDIDFQTLESILRRETLNAKEIVVFEAALNWAEVECQRQDLALSIENKRKVLGKALYLI
RIPTMALDDFANGAAQSGVLTLNETNDIFLWYTAAKKPELQFVSKARKGLVPQRCHRFQSCAYRSNQWRYRGRCDSIQFA
VDKRVFIAGFGLYGSSCGSAEYSAKIELKRQGVVLGQNLSKYFSDGSSNTFPVWFEYPVQIEPDTFYTASVILDGNELSY
FGQEGMTEVQCGKVTVQFQCSSDSTNGTGVQGGQIPELIFYA                                      
>Hsap_ENSP00000368797                                                           
MQSREDVPRSRRLASPRGGRRPKRISKPSVSAFFTGPEELKDTAHSAALLAQLKSFYDARLLCDVTIEVVTPGSGPGTGR
LFSCNRNVLAAACPYFKSMFTGGMYESQQASVTMHDVDAESFEVLVDYCYTGRVSLSEANVQRLYAASDMLQLEYVREAC
ASFLARRLDLTNCTAILKFADAFDHHKLRSQAQSYIAHNFKQLSRMGSIREETLADLTLAQLLAVLRLDSLDIESERTVC
HVAVQWLEAAAKERGPSAAEVFKCVRWMHFTEEDQDYLEGLLTKPIVKKYCLDVIEGALQMRYGDLLYKSLVPVPNSSSS
SSSSNSLVSAAENPPQRLGMCAKEMVIFFGHPRDPFLCYDPYSGDIYTMPSPLTSFAHTKTVTSSAVCVSPDHDIYLAAQ
PRKDLWVYKPAQNSWQQLADRLLCREGMDVAYLNGYIYILGGRDPITGVKLKEVECYSVQRNQWALVAPVPHSFYSFELI
VVQNYLYAVNSKRMLCYDPSHNMWLNCASLKRSDFQEACVFNDEIYCICDIPVMKVYNPARGEWRRISNIPLDSETHNYQ
IVNHDQKLLLITSTTPQWKKNRVTVYEYDTREDQWINIGTMLGLLQFDSGFICLCARVYPSCLEPGQSFITEEDDARSES
STEWDLDGFSELDSESGSSSSFSDDEVWVQVAPQRNAQDQQGSL                                    
>Hsap_ENSP00000368799                                                           
MQSREDAPRSRRLASPRGGKRPKKIHKPTVSAFFTGPEELKDTAHSAALLAQLKSFYDARLLCDVTIEVVTPGSGPGTGR
LFPCNRNVLAAACPYFKSMFTGGMYESQQASVTMHDVDAESFEVLVDYCYTGRVSLSEANVERLYAASDMLQLEYVREAC
ASFLARRLDLTNCTAILKFADAFGHRKLRSQAQSYIAQNFKQLSHMGSIREETLADLTLAQLLAVLRLDSLDVESEQTVC
HVAVQWLEAAPKERGPSAAEVFKCVRWMHFTEEDQDYLEGLLTKPIVKKYCLDVIEGALQMRYGDLLYKSLVPVPNSSSS
SSSSNSLVSAAENPPQRLGMCAKEMVIFFGHPRDPFLCCDPYSGDLYKVPSPLTCLAHTRTVTTLAVCISPDHDIYLAAQ
PRTDLWVYKPAQNSWQQLADRLLCREGMDVAYLNGYIYILGGRDPITGVKLKEVECYNVKRNQWALVAPLPHSFLSFDLM
VIRDYLYALNSKRMFCYDPSHNMWLKCVSLKRNDFQEACVFNEEIYCICDIPVMKVYNPVRAEWRQMNNIPLVSETNNYR
IIKHGQKLLLITSRTPQWKKNRVTVYEYDIRGDQWINIGTTLGLLQFDSNFFCLSARVYPSCLEPGQSFLTEEEEIPSES
STEWDLGGFSEPDSESGSSSSLSDDDFWVRVAPQ                                              
>Hsap_ENSP00000368813                                                           
MSYFLSYCKAHGGALLTGYQALRAEGFLCDVTLETEGSEFPAHRSLLACSSDYFRALFKSHTQESRARVIHLHVPSAAGL
QRLLDFIYTAWLSLSMDTVEDTLEAASYLQVTEALGLCGRYLERQLAPENCCFAANVAARFGLAHTLDAAERCIVSHLQE
LLARGAGPAGLLELNPTSLRAVLGAPDVARVPEARLLGLALAWLRQEPTTERLAHCTELLERVRFGLVPADVLRRVYSGS
GLVLPARVKGLIIQALNYHTTPSRQPLMQGEQTSIRSPQTRILLVGGRRAREVVIEEVAAPQRAARGQVAAPEPEEEEEE
LEEEEEEEEWELTQNVVAFDVYNHRWRSLTQLPTPLLGHSVCTAGNFLFVLGGESPSGSASSPLADDSRVVTAQVHRYDP
RFHAWTEVPAMREARAHFWCGAVGERLLAVGGLGAGGEVLASVEMYDLRRDRWTAAGALPRALHGHAGAVGDRGVVYISG
GKAGRGEGGASSLRDLYVLGPEEQVWSKKAPMGTARFGHHMAVLRGAVFAFLGRYEPFSEIERYDPGADQWTRLRPLPYD
RFCYGLAVVEETALLLGGLKWRDSRQVPTRNVVGYDLDLDRWEDIGCALPWAWSGLRCAVLQLAEGGDDEREGEVGEALD
LVLG                                                                            
>Hsap_ENSP00000369318                                                           
MSIHIVALGNEGDTFHQDNRPSGLIRTYLGRSPLVSGDESSLLLNAASTVARPVFTEYQASAFGNVKLVVHDCPVWDIFD
SDWYTSRNLIGGADIIVIKYNVNDKFSFHEVKDNYIPVIKRALNSVPVIIAAVGTRQNEELPCTCPLCTSDRGSCVSTTE
GIQLAKELGATYLELHSLDDFYIGKYFGGVLEYFMIQALNQKTSEKMKKRKMSNSFHGIRPPQLEQPEKMPVLKAEASHY
NSDLNNLLFCCQCVDVVFYNPNLKKVVEAHKIVLCAVSHVFMLLFNVKSPTDIQDSSIIRTTQDLFAINRDTAFPGASHE
SSGNPPLRVIVKDALFCSCLSDILRFIYSGAFQWEELEEDIRKKLKDSGDVSNVIEKVKCILKTPGKINCLRNCKTYQAR
KPLWFYNTSLKFFLNKPMLADVVFEIQGTTVPAHRAILVARCEVMAAMFNGNYMEAKSVLIPVYGVSKETFLSFLEYLYT
DSCCPAGIFQAMCLLICAEMYQVSRLQHICELFIITQLQSMPSRELASMNLDIVDLLKKAKFHHSDCLSTWLLHFIATNY
LIFSQKPEFQDLSVEERSFVEKHRWPSNMYLKQLAEYRKYIHSRKCRCLVM                             
>Hsap_ENSP00000372635                                                           
MMTVMSLSRDLKDDFHSDTVLSILNEQRIRGILCDVTIIVEDTKFKAHSNVLAASSLYFKNIFWSHTICISSHVLELDDL
KAEVFTEILNYIYSSTVVVKRQETVTDLAAAGKKLGISFLEDLTDRNFSNSPGPYVFCITEKGVVKEEKNEKRHEEPAIT
NGPRITNAFSIIETENSNNMFSPLDLRASFKKVSDSMRTASLCLERTDVCHEAEPVRTLAEHSYAVSSVAEAYRSQPVRE
HDGSSPGNTGKENCEALAAKPKTCRKPKTFSIPQDSDSATENIPPPPVSNLEVNQERSPQPAAVLTRSKSPNNEGDVHFS
REDENQSSDVPGPPAAEVPPLVYNCSCCSKAFDSSTLLSAHMQLHKPTQEPLVCKYCNKQFTTLNRLDRHEQICMRSSHM
PIPGGNQRFLENYPTIGQNGGSFTGPEPLLSENRIGEFSSTGSTLPDTDHMVKFVNGQMLYSCVVCKRSYVTLSSLRRHA



NVHSWRRTYPCHYCNKVFALAEYRTRHEIWHTGERRYQCIFCLETFMTYYILKNHQKSFHAIDHRLSISKKTANGGLKPS
VYPYKLYRLLPMKCKRAPYKSYRNSSYENARENSQMNESAPGTYVVQNPHSSELPTLNFQDTVNTLTNSPAIPLETSACQ
DIPTSANVQNAEGTKWGEEALKMDLDNNFYSTEVSVSSTENAVSSDLRAGDVPVLSLSNSSENAASVISYSGSAPSVIVH
SSQFSSVIMHSNAIAAMTSSNHRAFSDPAVSQSLKDDSKPEPDKVGRFASRPKSIKEKKKTTSHTRGEIPEESNYVADPG
GSLSKTTNIAEETSKIETYIAKPALPGTSTNSNVAPLCQITVKIGNEAIVKRHILGSKLFYKRGRRPKYQMQEEPLPQGN
DPEPSGDSPLGLCQSECMEMSEVFDDASDQDSTDKPWRPYYNYKPKKKSRQLKKMRKVNWRKEHGNRSPSHKCKYPAELD
CAVGKAPQDKPFEEEETKEMPKLQCELCDGDKAVGAGNQGRPHRHLTSRPYACELCAKQFQSPSTLKMHMRCHTGEKPYQ
CKTCGRCFSVQGNLQKHERIHLGLKEFVCQYCNKAFTLNETLKIHERIHTGEKRYHCQFCFQRFLYLSTKRNHEQRHIRE
HNGKGYACFQCPKICKTAAALGMHQKKHLFKSPSQQEKIGDVCHENSNPLENQHFIGSEDNDQKDNIQTGVENVVL    
>Hsap_ENSP00000372683                                                           
MEPSPLSPSGAALPLPLSLAPPPLPLPAAAVVHVSFPEVTSALLESLNQQRLQGQLCDVSIRVQGREFRAHRAVLAASSP
YFHDQVLLKGMTSISLPSVMDPGAFETVLASAYTGRLSMAAADIVNFLTVGSVLQMWHIVDKCTELLREGRASATTTITT
AAATSVTVPGAGVPSGSGGTVAPATMGSARSHASSRASENQSPSSSNYFSPRESTDFSSSSQEAFAASAVGSGERRGGGP
VFPAPVVGSGGATSGKLLLEADELCDDGGDGRGAVVPGAGLRRPTYTPPSIMPQKHWVYVKRGGNCPAPAPLVPQDPDLE
EEEEEEDLVLTCEDDEDEELGGSSRVPVGGGPEATLSISDVRTLSEPPDKGEEQVNFCESSNDFGPYEGGGPVAGLDDSG
GPTPSSYAPSHPPRPLLPLDMQGNQILVFPSSSSSSSSQAPGQPPGNQAEHGAVTVGGTSVGSLGVPGSVGGVPGGTGSG
DGNKIFLCHCGKAFSHKSMRDRHVNMHLNLRPFDCPVCNKKFKMKHHLTEHMKTHTGLKPYECGVCAKKFMWRDSFMRHR
GHCERRHRLGGVGAVPGPGTPTGPSLPSKRESPGVGGGSGDEASAATPPSSRRVWSPPRVHKVEMGFGGGGGAN      
>Hsap_ENSP00000376337                                                           
MAAELYAPASAAAADLANSNAGAAVGRKAGPRSPPSAPAPAPPPPAPAPPTLGNNHQESPGWRCCRPTLRERNALMFNNE
LMADVHFVVGPPGATRTVPAHKYVLAVGSSVFYAMFYGDLAEVKSEIHIPDVEPAAFLILLKYMYSDEIDLEADTVLATL
YAAKKYIVPALAKACVNFLETSLEAKNACVLLSQSRLFEEPELTQRCWEVIDAQAEMALRSEGFCEIDRQTLEIIVTREA
LNTKEAVVFEAVLNWAEAECKRQGLPITPRNKRHVLGRALYLVRIPTMTLEEFANGAAQSDILTLEETHSIFLWYTATNK
PRLDFPLTKRKGLAPQRCHRFQSSAYRSNQWRYRGRCDSIQFAVDRRVFIAGLGLYGSSSGKAEYSVKIELKRLGVVLAQ
NLTKFMSDGSSNTFPVWFEHPVQVEQDTFYTASAVLDGSELSYFGQEGMTEVQCGKVAFQFQCSSDSTNGTGVQGGQIPE
LIFYA                                                                           
>Hsap_ENSP00000378201                                                           
MAKPSHSSYVLQQLNNQREWGFLCDCCIAIDDIYFQAHKAVLAACSSYFRMFFMNHQHSTAQLNLSNMKISAECFDLILQ
FMYLGKIMTAPSSFEQFKVAMNYLQLYNVPDCLEDIQDADCSSSKCSSSASSKQNSKMIFGVRMYEDTVARNGNEANRWC
AEPSSTVNTPHNREADEESLQLGNFPEPLFDVCKKSSVSKLSTPKERVSRRFGRSFTCDSCGFGFSCEKLLDEHVLTCTN
RHLYQNTRSYHRIVDIRDGKDSNIKAEFGEKDSSKTFSAQTDKYRGDTSQAADDSASTTGSRKSSTVESEIASEEKSRAA
ERKRIIIKMEPEDIPTDELKDFNIIKVTDKDCNESTDNDELEDEPEEPFYRYYVEEDVSIKKSGRKTLKPRMSVSADERG
GLENMRPPNNSSPVQEDAENASCELCGLTITEEDLSSHYLAKHIENICACGKCGQILVKGRQLQEHAQRCGEPQDLTMNG
LGNTEEKMDLEENPDEQSEIRDMFVEMLDDFRDNHYQINSIQKKQLFKHSACPFRCPNCGQRFETENLVVEHMSSCLDQD
MFKSAIMEENERDHRRKHFCNLCGKGFYQRCHLREHYTVHTKEKQFVCQTCGKQFLRERQLRLHNDMHKGMARYVCSICD
QGNFRKHDHVRHMISHLSAGETICQVCFQIFPNNEQLEQHMDVHLYTCGICGAKFNLRKDMRSHYNAKHLKRT       
>Hsap_ENSP00000378286                                                           
MLREFSKWGVEASPGKAWERKRSLLRGAVGRYRGATGGDLFWAPFPSWGTMEFPEHSQQLLQSLREQRSQGFLCDCTVMV
GSTQFLAHRAVLASCSPFFQLFYKERELDKRDLVCIHNEIVTAPAFGLLLDFMYAGQLTLRGDTPVEDVLAAASYLHMND
IVKVCKRRLQARALAEADSTKKEEETNSQLPSLEFLSSTSRGTQPSLASAETSGHWGKGEWKGSAAPSPTVRPPDEPPMS
SGADTTQPGMEVDAPHLRAPHPPVADVSLASPSSSTETIPTNYFSSGISAVSLEPLPSLDVGPESLRVVEPKDPGGPLQG
FYPPASAPTSAPAPVSAPVPSQAPAPAEAELVQVKVEAIVISDEETDVSDEQPQGPERAFPSGGAVYGAQPSQPEAFEDP
GAAGLEEVGPSDHFLPTDPHLPYHLLPGAGQYHRGLVTSPLPAPASLHEPLYLSSEYEAAPGSFGVFTEDVPTCKTCGKT
FSCSYTLRRHATVHTRERPYECRYCLRSYTQSGDLYRHIRKAHNEDLAKRSKPDPEVGPLLGVQPLPGSPTADRQSSSGG
GPPKDFVLAPKTNI                                                                  
>Hsap_ENSP00000378503                                                           
METPTPLPPVPASPTCNPAPRTIQIEFPQHSSSLLESLNRHRLEGKFCDVSLLVQGRELRAHKAVLAAASPYFHDKLLLG
DAPRLTLPSVIEADAFEGLLQLIYSGRLRLPLDALPAHLLVASGLQMWQVVDQCSEILRELETSGGGISARGGNSYHALL
STTSSTGGWCIRSSPFQTPVQSSASTESPASTESPVGGEGSELGEVLQIQVEEEEEEEEDDDDEDQGSATLSQTPQPQRV
SGVFPRPHGPHPLPMTATPRKLPEGESAPLELPAPPALPPKIFYIKQEPFEPKEEISGSGTQPGGAKEETKVFSGGDTEG
NGELGFLLPSGPGPTSGGGGPSWKPVDLHGNEILSGGGGPGGAGQAVHGPVKLGGTPPADGKRFGCLCGKRFAVKPKRDR
HIMLTFSLRPFGCGICNKRFKLKHHLTEHMKTHAGALHACPHCGRRFRVHACFLRHRDLCKGQGWATAHWTYK       
>Hsap_ENSP00000379739                                                           
MANEDCPKAADSPFSSDKHAQLILAQINKMRNGQHFCDVQLQVGQESFKAHRLVLAASSPYFAALFTGGMKESSKDVVPI
LGIEAGIFQILLDFIYTGIVNIGVNNVQELIIAADMLQLTEVVHLCCEFLKGQIDPLNCIGIFQFSEQIACHDLLEFSEN
YIHVHFLEVHSGEEFLALTKDQLIKILRSEELSIEDEYQVFLAAMQWILKDLGKRRKHVVEVLDPIRFPLLPPQRLLKYI
EGVSDFNLRVALQTLLKEYCEVCKSPKENKFCSFLQTSKVRPRKKARKYLYAVGGYTRLQGGRWSDSRALSCVERFDTFS
QYWTTVSSLHQARSGLGVTVLGGMVYAIGGEKDSMIFDCTECYDPVTKQWTTVASMNHPRCGLGVCVCYGAIYALGGWVG
AEIGNTIERFDPDENKWEVVGNMAVSRYYFGCCEMQGLIYVIGGISNEGIELRSFEVYDPLSKRWSPLPPMGTRRAYLGV
AALNDCIYSVGGWNETQDALHTVEKYSFEEEKWVEVASMKVPRAGMCVVAVNGLLYVSGGRSSSHDFLAPGTLDSVEVYN
PHSDTWTEIGNMITSRCEGGVAVL                                                        
>Hsap_ENSP00000382450                                                           



MEAEETMECLQEFPEHHKMILDRLNEQREQDRFTDITLIVDGHHFKAHKAVLAACSKFFYKFFQEFTQEPLVEIEGVSKM
AFRHLIEFTYTAKLMIQGEEEANDVWKAAEFLQMLEAIKALEVRNKENSAPLEENTTGKNEAKKRKIAETSNVITESLPS
AESEPVEIEVEIAEGTIEVEDEGIETLEEVASAKQSVKYIQSTGSSDDSALALLADITSKYRQGDRKGQIKEDGCPSDPT
SKQVEGIEIVELQLSHVKDLFHCEKCNRSFKLFYHFKEHMKSHSTESFKCEICNKRYLRESAWKQHLNCYHLEEGGVSKK
QRTGKKIHVCQYCEKQFDHFGHFKEHLRKHTGEKPFECPNCHERFARNSTLKCHLTACQTGVGAKKGRKKLYECQVCNSV
FNSWDQFKDHLVIHTGDKPNHCTLCDLWFMQGNELRRHLSDAHNISERLVTEEVLSVETRVQTEPVTSMTIIEQVGKVHV
LPLLQVQVDSAQVTVEQVHPDLLQDSQVHDSHMSELPEQVQVSYLEVGRIQTEEGTEVHVEELHVERVNQMPVEVQTELL
EADLDHVTPEIMNQEERESSQADAAEAAREDHEDAEDLETKPTVDSEAEKAENEDRTALPVLE                 
>Hsap_ENSP00000384889                                                           
MVSGPLALRWCAWAGRGDMGPDMELPSHSKQLLLQLNQQRTKGFLCDVIIMVENSIFRAHKNVLAASSIYFKSLVLHDNL
INLDTDMVSSTVFQQILDFIYTGKLLPSDQPAEPNFSTLLTAASYLQLPELAALCRRKLKRAGKPFGSGRAGSTGMGRPP
RSQRLSTASVIQARYQGLVDGRKGAHAPQELPQAKGSDDELFLGGSNQDSVQGLGRAVCPAGGEAGLGGCSSSTNGSSGG
CEQELGLDLSKKSPPLPPATPGPHLTPDDAAQLSDSQHGSPPAASAPPVANSASYSELGGTPDEPMDLEGAEDNHLSLLE
APGGQPRKSLRHSTRKKEWGKKEPVAGSPFERREAGPKGPCPGEEGEGVGDRVPNGILASGAGPSGPYGEPPYPCKEEEE
NGKDASEDSAQSGSEGGSGHASAHYMYRQEGYETVSYGDNLYVCIPCAKGFPSSEQLNAHVETHTEEELFIKEEGAYETG
SGGAEEEAEDLSAPSAAYTAEPRPFKCSVCEKTYKDPATLRQHEKTHWLTRPFPCNICGKMFTQRGTMTRHMRSHLGLKP
FACDECGMRFTRQYRLTEHMRVHSGEKPYECQLCGGKFTQQRNLISHLRMHTSPS                         
>Hsap_ENSP00000385879                                                           
MECKIEGKEKYQHSLNLLNKIQNMKELAEMIDVVLTAEGEKFPCHRLVLAAFSPYFKAMFTCGLLECNQREVILYDITAE
SVSVLLNYMYNAALEINNANVQTVAMAAYFMQMEEVFSVCQKYMMDHMDASNCLGIYYFAKQIGAEDLSDRSKKYLYQHF
AEVSLHEEILEIEVHQFLTLIKSDDLNISREESILDLVLRWVNHNKELRTVHLVELLKQVRLELVNPSFLRQALRRNTML
LCDADCVDIIQNAFKAIKTPQQHSLNLRYGMETTSLLLCIGNNSSGIRSRHRSYGDASFCYDPVSRKTYFISSPKYGEGL
GTVCTGVVMENNTIIVAGEASASKLSRQKNKNVEIYRYHDRGNQFWEKLCTAEFRELYALGSIHNDLYVIGGQMKIKNQY
LITNCVDKYSVERDNWKRVSPLPLQLACHAVVTVNNKLYVIGGWTPQMDLPDEEPDRLSNKLLQYDPSQDQWSVRAPMKY
SKYRFSTAVVNSEIYVLGGIGCVGQDKGQVRKCLDVVEIYNPDGDFWREGPPMPSPLLSLRTNSTNAGAVDGKLYVCGGF
HGADRHEVISKEILELDPWENQWNVVAINVLMHDSYDVCLVARMNPRDLIPPPSDLVEEGNEH                 
>Hsap_ENSP00000386121                                                           
MSNSHPLRPFTAVGEIDHVHILSEHIGALLIGEEYGDVTFVVEKKRFPAHRVILAARCQYFRALLYGGMRESQPEAEIPL
QDTTAEAFTMLLKYIYTGRATLTDEKEEVLLDFLSLAHKYGFPELEDSTSEYLCTILNIQNVCMTFDVASLYSLPKLTCM
CCMFMDRNAQEVLSSEGFLSLSKTALLNIVLRDSFAAPEKDIFLALLNWCKHNSKENHAEIMQAVRLPLMSLTELLNVVR
PSGLLSPDAILDAIKVRSESRDMDLNYRGMLIPEENIATMKYGAQVVKGELKSALLDGDTQNYDLDHGFSRHPIDDDCRS
GIEIKLGQPSIINHIRILLWDRDSRSYSYFIEVSMDELDWVRVIDHSQYLCRSWQKLYFPARVCRYIRIVGTHNTVNKIF
HIVAFECMFTNKTFTLEKGLIVPMENVATIADCASVIEGVSRSRNALLNGDTKNYDWDSGYTCHQLGSGAIVVQLAQPYM
IGSIRLLLWDCDDRSYSYYVEVSTNQQQWTMVADRTKVSCKSWQSVTFERQPASFIRIVGTHNTANEVFHCVHFECPEQQ
SSQKEENSEESGTGDTSLAGQQLDSHALRAPSGSSLPSSPGSNSRSPNRQHQ                            
>Hsap_ENSP00000386389                                                           
MVRNVDDLDFHLPSHAQDMLDGLQRLRSQPKLADVTLLVGGRELPCHRGLLALSSPYFHAMFAGDFAESFSARVELRDVE
PAVVGQLVDFVYTGRLTITQGNVEALTRTAARLHFPSVQKVCGRYLQQQLDAANCLGICEFGEQQGLLGVAAKAWAFLRE
NFEAVAREDEFLQLPRERLVTCLAGDLLQVQPEQSRLEALMRWVRHDPQARAAHLPELLSLVHLDAVPRPCVQQLLASEP
LIQESEACRAALSQGHDGAPLALQQKLEEVLVVVGGQALEEEEAGEEPTPGLGNFAFYNSKAKRWMALPDFPDYHKWGFS
LAALNNNIYVTGGSRGTKTDTWSTTQAWCFPLKEASWKPVAPMLKPRTNHASAALNGEIYVIGGTTLDVVEVESYDPYTD
SWTPVSPALKYVSNFSAAGCRGRLYLVGSSACKYNALALQCYNPVTDAWSVIASPFLPKYLSSPRCAALHGELYLIGDNT
KKVYVYDPGANLWQKVQSQHSLHENGALVPLGDALYVTGGRWQGMEGDYHVEMEAYDTVRDTWTRHGALPRLWLYHGAST
VFLDVSKWTQPSGPTQEH                                                              
>Hsap_ENSP00000387462                                                           
MSFSEMNRRTLAFRGGGLVTASGGGSTNNNAGGEASAWPPQPQPRQPPPPAPPALQPPNGRGADEEVELEGLEPQDLEAS
AGPAAGAAEEAKELLLPQDAGGPTSLGGGAGGPLLAERNRRTLAFRGGGGGGLGNNGSSRGRPETSVWPLRHFNGRGPAT
VDLELDALEGKELMQDGASLSDSTEDEEEGASLGDGSGAEGGSCSSSRRSGGDGGDEVEGSGVGAGEGETVQHFPLARPK
SLMQKLQCSFQTSWLKDFPWLRYSKDTGLMSCGWCQKTPADGGSVDLPPVGHDELSRGTRNYKKTLLLRHHVSTEHKLHE
ANAQESEIPSEEGYCDFNSRPNENSYCYQLLRQLNEQRKKGILCDVSIVVSGKIFKAHKNILVAGSRFFKTLYCFSNKES
PNQNNTTHLDIAAVQGFSVILDFLYSGNLVLTSQNAIEVMTVASYLQMSEVVQTCRNFIKDALNISIKSEAPESVVVDYN
NRKPVNRDGLSSSRDQKIASFWATRNLTNLASNVKIENDGCNVDEGQIENYQMNDSSWVQDGSPEMAENESEGQTKVFIW
NNMGSQGIQETGKTRRKNQTTKRFIYNIPPNNETNLEDCSVMQPPVAYPEENTLLIKEEPDLDGALLSGPDGDRNVNANL
LAEAGTSQDGGDAGTSHDFKYGLMPGPSNDFKYGLIPGTSNDFKYGLIPGASNDFKYGLLPESWPKQETWENGESSLIMN
KLKCPHCSYVAKYRRTLKRHLLIHTGVRSFSCDICGKLFTRREHVKRHSLVHKKDKKYKCMVCKKIFMLAASVGIRHGSR
RYGVCVDCADKSQPGGQEGVDQGQDTEFPRDEEYEENEVGEADEELVDDGEDQNDPSRWDESGEVCMSLDD         
>Hsap_ENSP00000388723                                                           
MARGPQTLVQVWVGGQLFQADRALLVEHCGFFRGLFRSGMRETRAAEVRLGVLSAGGFRATLQVLRGDRPALAAEDELLQ
AVECAAFLQAPALARFLEHNLTSDNCALLCDAAAAFGLRDVFHSAALFICDGERELAAELALPEARAYVAALRPSSYAAV
STHTPAPGFLEDASRTLCYLDEEEDAWRTLAALPLEASTLLAGVATLGNKLYIVGGVRGASKEVVELGFCYDPDGGTWHE
FPSPHQPRYDTALAGFDGRLYAIGGEFQRTPISSVERYDPAAGCWSFVADLPQPAAGVPCAQACGRLFVCLWRPADTTAV
VEYAVRTDAWLPVAELRRPQSYGHCMVAHRDSLYVVRNGPSDDFLHCAIDCLNLATGQWTALPGQFVNSKGALFTAVVRG



DTVYTVNRMFTLLYAIEGGTWRLLREKAGFPRPGSLQTFLLRLPPGAPGPVTSTTAEL                      
>Hsap_ENSP00000389910                                                           
MSALPRDLELSNPREKLTKPVQATLSSLKMLDVGKWPIFSLCSEEELQLIRQACVFGSAGNEVLYTTVNDEIFVLGTNCC
GCLGLGDVQSTIEPRRLDSLNGKKIACLSYGSGPHIVLATTEGEVFTWGHNAYSQLGNGTTNHGLVPCHISTNLSNKQVI
EVACGSYHSLVLTSDGEVFAWGYNNSGQVGSGSTVNQPIPRRVTGCLQNKVVVTIACGQMCCMAVVDTGEVYVWGYNGNG
QLGLGNSGNQPTPCRVAALQGIRVQRVACGYAHTLVLTDEGQVYAWGANSYGQLGTGNKSNQSYPTPVTVEKDRIIEIAA
CHSTHTSAAKTQGGHVYMWGQCRGQSVILPHLTHFSCTDDVFACFATPAVTWRLLSVEPDDHLTVAESLKREFDNPDTAD
LKFLVDGKYIYAHKVLLKIRCEHFRSSLEDNEDDIVEMSEFSYPVYRAFLEYLYTDSISLSPEEAVGLLDLATFYRENRL
KKLCQQTIKQGICEENAIALLSAAVKYDAQDLEEFCFRFCINHLTVVTQTSGFAEMDHDLLKNFISKASRVGAFKN    
>Hsap_ENSP00000394472                                                           
MCSPASPKILYRNPRFLRLAFLQLHHQQQSDVFCDVLLQAEGEAVPAHCCILSACSPFFTERLERERPAQGGKVVLELGG
LKISTLRKLVDFLYTSEMEVSQEEAQDVLSAARQLRVSELESLQLEGGKLVKAPQGRRLNRECLQPTSAAPISARVVTPS
HHPHTPLPTNQTPCPLGAIRLKSLGKEEGPQENNRQNADNLSGTLLLKRKARACPTPQEKNSSPSSHSQEPRENKNDTAL
DPTVLSPPSLYPSVDKHLLPRKIRLSRSKPSPGICTSKPSSILSGSSSVPATPGRRLWRQRSVNKETPEDKPKPGRASPL
QSTPNPSGLGKTGGSRKRSPEVRAPNSDSAEEGQVGRVKLRKIVNGTCWEVVQETPLKNTQDSPQIPDPGGDFQEPSGTQ
PFSSNEQEMSPTRTELCQDSPMCTKLQDILVSASHSPDHPVVKSEFESSPELVEKEPMLAIDCREPYAFDTALLEQPCEA
EEYRITSAAATSELEEILDFMLCGSDIEPPIGSLESPGAEGCRTPTYHLTETGKNWIEGEEWCLPDMELWPRELTELEKE
PAGENRGPTELLSPLVMPSEVSEVLSVGGRWTPDLEITSSQPLDGQEDKLLHVSSLDTPQRSYGDLSPPCSNWVETGLEV
SLTTDELLYPSPKAGKEVSGHSELLGSLPASSEEEEIDVVDWTAEGRLVPTTVPSVWPDPSSESETEVDILT        
>Hsap_ENSP00000395461                                                           
MEPLGLVVHGKAEPFSAALRSLVNNPRYSDVCFVVGQERQEVFAHRCLLACRCNFFQRLLGTEPGPGVPSPVVLSTVPTE
AFLAVLEFLYTNSVKLYRHSVLEVLTAAVEYGLEELRELCLQFVVKVLDVDLVCEALQVAVTFGLGQLQERCVAFIEAHS
QEALRTRGFLELSAAALLPLLRSDKLCVDEAELVRAARSWARVGAAVLERPVAEVAAPVVKELRLALLAPAELSALEEQN
RQEPLIPVEQIVEAWKCHALRRGDEARGAPCRRRRGTLPREHHRFLDLSFK                             
>Hsap_ENSP00000396292                                                           
MEPSPLSPSGAALPLPLSLAPPPLPLPAAAVVHVSFPEVTSALLESLNQQRLQGQLCDVSIRVQGREFRAHRAVLAASSP
YFHDQVLLKGMTSISLPSVMDPGAFETVLASAYTGRLSMAAADIVNFLTVGSVLQMWHIVDKCTELLREGRASATTTITT
AAATSVTVPGAGVPSGSGGTVAPATMGSARSHASSRASENQSPSSSNYFSPRESTDFSSSSQEAFAASAVGSGERRGGGP
VFPAPVVGSGGATSGKLLLEADELCDDGGDGRGAVVPGAGLRRPTYTPPSIMPQKHWVYVKRGGNCPAPTPLVPQDPDLE
EEEEEEDLVLTCEDDEDEELGGSSRVPVGGGPEATLSISDVRTLSEPPDKGEEQVNFCESSNDFGPYEGGGPVAGLDDSG
GPTPSSYAPSHPPRPLLPLDMQGNQILVFPSSSSSSSSQAPGQPPGNQAEHGAVTVGGTSVGSLGVPGSVGGVPGGTGSG
DGNKIFLCHCGKAFSHKSMRDRHVNMHLNLRPFDCPVCNKKFKMKHHLTEHMKTHTGLKPYECGVCAKKFMWRDSFMRHR
GHCERRHRLGGVGAVPGPGTPTGPSLPSKRESPGVGGGSGDEASAATPPSSRRVWSPPRVHKVEMGFGGGGGAN      
>Hsap_ENSP00000400836                                                           
MEMQSYYAKLLGELNEQRKRDFFCDCSIIVEGRIFKAHRNILFANSGYFRALLIHYIQDSGRHSTASLDIVTSDAFSIIL
DFLYSGKLDLCGENVIEVMSAASYLQMNDVVNFCKTYIRSSLDICRKMEKEAAVAAAVAAAAAAAAAAAAAAAHQVDSES
PSSGREGTSCGTKSLVSSPAEGEKSVECLRESPCGDCGDCHPLELVVRDSLGGGSADSNLSTPPKRIEPKVEFDADEVEV
DVGEQLQQYAAPLNLAHVEEALPSGQAVDLAYSNYHVKQFLEALLRNSAAPSKDDADHHFSRSLEGRPEGAGVAMSSMMD
VQADWYGEDSGDVLVVPIKLHKCPFCPYTAKQKGILKRHIRSHTGERPYPCETCGKRFTRQEHLRSHALSVHRSNRPIIC
KGCRRTFTSHLSQGLRRFGLCDSCTCVTDTPDDDDDLMPINLSLVEASSESQEKSDTDNDWPIYVESGEENDPAGDDSDD
KPQIQPNLSDRETLT                                                                 
>Hsap_ENSP00000401878                                                           
MAASADLSKSSPTPNGIPSSDPASDAMDPFHACSILKQLKTMYDEGQLTDIVVEVDHGKTFSCHRNVLAAISPYFRSMFT
SGLTESTQKEVRIVGVEAESMDLVLNYAYTSRVILTEANVQALFTAASIFQIPSIQDQCAKYMISHLDPQNSIGVFIFAD
HYGHQELGDRSKEYIRKKFLCVTKEQEFLQLTKDQLISILDSDDLNVDREEHVYESIIRWFEHEQNEREVHLPEIFAKCI
RFPLMEDTFIEKIPPQFAQAIAKSCVEKGPSNTNGCTQRLGMTASEMIICFDAAHKHSGKKQTVPCLDIVTGRVFKLCKP
PNDLREVGILVSPDNDIYIAGGYRPSSSEVSIDHKAENDFWMYDHSTNRWLSKPSLLRARIGCKLVYCCGKMYAIGGRVY
EGDGRNSLKSVECYDSRENCWTTVCAMPVAMEFHNAVEYKEKIYVLQGEFFLFYEPQKDYWGFLTPMTVPRIQGLAAVYK
DSIYYIAGTCGNHQRMFTVEAYDIELNKWTRKKDFPCDQSINPYLKLVLFQNKLHLFVRATQVTVEEHVFRTSRKNSLYQ
YDDIADQWMKVYETPDRLWDLGRHFECAVAKLYPQCLQKVL                                       
>Hsap_ENSP00000406286                                                           
MLQPGPHPPSPQAAAPGEAWPGPSQAPWQSLEEKMGSPEDDLIGIPFPDHSSELLSCLNEQRQLGHLCDLTIRTQGLEYR
THRAVLAACSHYFKKLFTEGGGGAVMGAGGSGTATGGAGAGVCELDFVGPEALGALLEFAYTATLTTSSANMPAVLQAAR
LLEIPCVIAACMEILQGSGLEAPSPDEDDCERARQYLEAFATATASGVPNGEDSPPQVPLPPPPPPPPRPVARRSRKPRK
AFLQTKGARANHLVPEVPTVPAHPLTYEEEEVAGRVGSSGGSGPGDSYSPPTGTASPPEGPQSYEPYEGEEEEEELVYPP
AYGLAQGGGPPLSPEELGSDEDAIDPDLMAYLSSLHQDNLAPGLDSQDKLVRKRRSQMPQECPVCHKIIHGAGKLPRHMR
THTGEKPFACEVCGVRFTRNDKLKIHMRKHTGERPYSCPHCPARFLHSYDLKNHMHLHTGDRPYECHLCHKAFAKEDHLQ
RHLKGQNCLEVRTRRRRKDDAPPHYPPPSTAAASPAGLDLSNGHLDTFRLSLARFWEQSAPTGPPVSTPGPPDDDEEEGA
PTTPQAEGAMESS                                                                   
>Hsap_ENSP00000409107                                                           
MEFPEHGGRLLGRLRQQRELGFLCDCTVLVGDARFPAHRAVLAACSVYFHLFYRDRPAGSRDTVRLNGDIVTAPAFGRLL
DFMYEGRLDLRSLPVEDVLAAASYLHMYDIVKVCKGRLQEKDRSLDPGNPAPGAEPAQPPCPWPVWTADLCPAARKAKLP



PFGVKAALPPRASGPPPCQVPEESDQALDLSLKSGPRQERVHPPCVLQTPLCSQRQPGAQPLVKDERDSLSEQEESSSSR
SPHSPPKPPPVPAAKGLVVGLQPLPLSGEGSRELELGAGRLASEDELGPGGPLCICPLCSKLFPSSHVLQLHLSAHFRER
DSTRARLSPDGVAPTCPLCGKTFSCTYTLKRHERTHSGEKPYTCVQCGKSFQYSHNLSRHTVVHTREKPHACRWCERRFT
QSGDLYRHVRKFHCGLVKSLLV                                                          
>Hsap_ENSP00000410157                                                           
MAGTYSSTLKTLEDLTLDSGYGAGDSCRSLSLSSSKSNSQALNSSAQQHRGAAWWCYSGSMNSRHNSWDTVNTVLPEDPE
VADLFSRCPRLPELEEFPWTEGDVARVLRKGAGGRRLPQFSAEAVRRLAGLLRRALIRVAREAQRLSVLHAKCTRFEVQS
AVRLVHSWALAESCALAAVKALSLYSMSAGDGLRRGKSARCGLTFSVGRFFRWMVDTRISVRIHEYAAISLTACMENLVE
EIRARVMASHSPDGGGAGGGEVSAEALEMVINNDAELWGVLQPYEHLICGKNANGVLSLPAYFSPYNGGSLGHDERADAY
AQLELRTLEQSLLATCVGSISELSDLVSRAMHHMQGRHPLCPGASPARQARQPPQPITWSPDALHTLYYFLRCPQMESME
NPNLDPPRMTLNNERPFMLLPPLMEWMRVAITYAEHRRSLTVDSGDIRQAARLLLPGLDCEPRQLKPEHCFSSFRRLDAR
AATEKFNQDLGFRMLNCGRTDLINQAIEALGPDGVNTMDDQGMTPLMYACAAGDEAMVQMLIDAGANLDIQVPSNSPRHP
SIHPDSRHWTSLTFAVLHGHISVVQLLLDAGAHVEGSAVNGGEDSYAETPLQLASAAGNYELVSLLLSRGADPLLSMLEA
HGMGSSLHEDMNCFSHSAAHGHRNVLRKLLTQPQQAKADVLSLEEILAEGVEESDASSQGSGSEGPVRLSRTRTKALQEA
MYYSAEHGYVDITMELRALGVPWKLHIWIESLRTSFSQSRYSVVQSLLRDFSSIREEEYNEELVTEGLQLMFDILKTSKN
DSVIQQLATIFTHCYGSSPIPSIPEIRKTLPARLDPHFLNNKEMSDVTFLVEGKLFYAHKVLLVTASNRFKTLMTNKSEQ
DGDSSKTIEISDMKYHIFQMMMQYLYYGGTESMEIPTTDILELLSAASLFQLDALQRHCEILCSQTLSMESAVNTYKYAK
IHNAPELALFCEGFFLKHMKALLEQDAFRQLIYGRSSKVQGLDPLQDLQNTLAERVHSVYITSRV               
>Hsap_ENSP00000416886                                                           
MDVNKFEASVGFLDVKKFLSTWKLQNPRTHFVLSPHCFMGGIMAPKDIMTNTHAKSILNSMNSLRKSNTLCDVTLRVEQK
DFPAHRIVLAACSDYFCAMFTSELSEKGKPYVDIQGLTASTMEILLDFVYTETVHVTVENVQELLPAACLLQLKGVKQAC
CEFLESQLDPSNCLGIRDFAETHNCVDLMQAAEVFSQKHFPEVVQHEEFILLSQGEVEKLIKCDEIQVDSEEPVFEAVIN
WVKHAKKEREESLPNLLQYVRMPLLTPRYITDVIDAEPFIRCSLQCRDLVDEAKKFHLRPELRSQMQGPRTRARLGANEV
LLVVGGFGSQQSPIDVVEKYDPKTQEWSFLPSITRKRRYVASVSLHDRIYVIGGYDGRSRLSSVECLDYTADEDGVWYSV
APMNVRRGLAGATTLGDMIYVSGGFDGSRRHTSMERYDPNIDQWSMLGDMQTAREGAGLVVASGVIYCLGGYDGLNILNS
VEKYDPHTGHWTNVTPMATKRSGAGVALLNDHIYVVGGFDGTAHLSSVEAYNIRTDSWTTVTSMTTPRCYVGATVLRGRL
YAIAGYDGNSLLSSIECYDPIIDSWEVVTSMGTQRCDAGVCVLREK                                  
>Hsap_ENSP00000419153                                                           
MLERKKPKTAENQKASEENEITQPGGSSAKPGLPCLNFEAVLSPDPALIHSTHSLTNSHAHTGSSDCDISCKGMTERIHS
INLHNFSNSVLETLNEQRNRGHFCDVTVRIHGSMLRAHRCVLAAGSPFFQDKLLLGYSDIEIPSVVSVQSVQKLIDFMYS
GVLRVSQSEALQILTAASILQIKTVIDECTRIVSQNVGDVFPGIQDSGQDTPRGTPESGTSGQSSDTESGYLQSHPQHSV
DRIYSALYACSMQNGSGERSFYSGAVVSHHETALGLPRDHHMEDPSWITRIHERSQQMERYLSTTPETTHCRKQPRPVRI
QTLVGNIHIKQEMEDDYDYYGQQRVQILERNESEECTEDTDQAEGTESEPKGESFDSGVSSSIGTEPDSVEQQFGPGAAR
DSQAEPTQPEQAAEAPAEGGPQTNQLETGASSPERSNEVEMDSTVITVSNSSDKSVLQQPSVNTSIGQPLPSTQLYLRQT
ETLTSNLRMPLTLTSNTQVIGTAGNTYLPALFTTQPAGSGPKPFLFSLPQPLAGQQTQFVTVSQPGLSTFTAQLPAPQPL
ASSAGHSTASGQGEKKPYECTLCNKTFTAKQNYVKHMFVHTGEKPHQCSICWRSFSLKDYLIKHMVTHTGVRAYQCSICN
KRFTQKSSLNVHMRLHRGEKSYECYICKKKFSHKTLLERHVALHSASNGTPPAGTPPGARAGPPGVVACTEGTTYVCSVC
PAKFDQIEQFNDHMRMHVSDG                                                           
>Hsap_ENSP00000420659                                                           
MSRHHSRFERDYRVGWDRREWSVNGTHGTTSICSVTSGAGGGTASSLSVRPGLLPLPVVPSRLPTPATAPAPCTTGSSEA
ITSLVASSASAVTTKAPGISKGDSQSQGLATSIRWGQTPINQSTPWDTDEPPSKQMRESDNPGTGPWVTTVAAGNQPTLI
AHSYGVAQPPTFSPAVNVQAPVIGVTPSLPPHVGPQLPLMPGHYSLPQPPSQPLSSVVVNMPAQALYASPQPLAVSTLPG
VGQVARPGPTAVGNGHMAGPLLPPPPPAQPSATLPSGAPATNGPPTTDSAHGLQMLRTIGVGKYEFTDPGHPREMLKELN
QQRRAKAFTDLKIVVEGREFEVHQNVLASCSLYFKDLIQRSVQDSGQGGREKLELVLSNLQADVLELLLEFVYTGSLVID
SANAKTLLEAASKFQFHTFCKVCVSFLEKQLTASNCLGVLAMAEAMQCSELYHMAKAFALQIFPEVAAQEEILSISKDDF
IAYVSNDSLNTKAEELVYETVIKWIKKDPATRTQYAAELLAVVRLPFIHPSYLLNVVDNEELIKSSEACRDLVNEAKRYH
MLPHARQEMQTPRTRPRLSAGVAEVIVLVGGRQMVGMTQRSLVAVTCWNPQNNKWYPLASLPFYDREFFSVVSAGDNIYL
SGGMESGVTLADVWCYMSLLDNWNLVSRMTVPRCRHNSLVYDGKIYTLGGLGVAGNVDHVERYDTITNQWEAVAPLPKAV
HSAAATVCGGKIYVFGGVNEAGRAAGVLQSYVPQTNTWSFIESPMIDNKYAPAVTLNGFVFILGGAYARATTIYDPEKGN
IKAGPNMNHSRQFCSAVVLDGKIYATGGIVSSEGPALGNMEAYEPTTNTWTLLPHMPCPVFRHGCVVIKKYIQSG     
>Hsap_ENSP00000424198                                                           
MVWLEARPQILFVCTKQGHQKPLDSKDDNTEKHCPVTVNPWHMKKAFKVMNELRSQNLLCDVTIVAEDMEISAHRVVLAA
CSPYFHAMFTGEMSESRAKRVRIKEVDGWTLRMLIDYVYTAEIQVTEENVQVLLPAAGLLQLQDVKKTCCEFLESQLHPV
NCLGIRAFADMHACTDLLNKANTYAEQHFADVVLSEEFLNLGIEQVCSLISSDKLTISSEEKVFEAVIAWVNHDKDVRQE
FMARLMEHVRLPLLPREYLVQRVEEEALVKNSSACKDYLIEAMKYHLLPTEQRILMKSVRTRLRTPMNLPKLMVVVGGQA
PKAIRSVECYDFKEERWHQVAELPSRRCRAGMVYMAGLVFAVGGFNGSLRVRTVDSYDPVKDQWTSVANMRDRRSTLGAA
VLNGLLYAVGGFDGSTGLSSVEAYNIKSNEWFHVAPMNTRRSSVGVGVVGGLLYAVGGYDGASRQCLSTVECYNATTNEW
TYIAEMSTRRSGAGVGVLNNLLYAVGGHDGPLVRKSVEVYDPTTNAWRQVADMNMCRRNAGVCAVNGLLYVVGGDDGSCN
LASVEYYNPTTDKWTVVSSCMSTGRSYAGVTVIDKPL                                           
>Hsap_ENSP00000427926                                                           
MQAWRKGPDGPQKTSSDSMSRLMDSDMDYERPNVETIKCVVVGDNAVGKTRLICARACNATLTQYQLLATHVPTVWAIDQ
YRVCQEVLERSRDVVDDVSVSLRLWDTFGDHHKDRRFAYGRSDVVVLCFSIANPNSLHHVKTMWYPEIKHFCPRAPVILV



GCQLDLRYADLEAVNRARRPLARPIKPNEILPPEKGREVAKELGIPYYETSVVAQFGIKDVFDNAIRAALISRRHLQFWK
SHLRNVQRPLLQAPFLPPKPPPPIIVVPDPPSSSEECPAHLLEDPLCADVILVLQERVRIFAHKIYLSTSSSKFYDLFLM
DLSEGELGGPSEPGGTHPEDHQGHSDQHHHHHHHHHGRDFLLRAASFDVCESVDEAGGSGPAGLRASTSDGILRGNGTGY
LPGRGRVLSSWSRAFVSIQEEMAEDPLTYKSRLMVVVKMDSSIQPGPFRAVLKYLYTGELDENERDLMHIAHIAELLEVF
DLRMMVANILNNEAFMNQEITKAFHVRRTNRVKECLAKGTFSDVTFILDDGTISAHKPLLISSCDWMAAMFGGPFVESST
REVVFPYTSKSCMRAVLEYLYTGMFTSSPDLDDMKLIILANRLCLPHLVALTEQYTVTGLMEATQMMVDIDGDVLVFLEL
AQFHCAYQLADWCLHHICTNYNNVCRKFPRDMKAMSPENQEYFEKHRWPPVWYLKEEDHYQRARKEREKEDYLHLKRQPK
RRWLFWNSPSSPSSSAASSSSPSSSSAVV                                                   
>Hsap_ENSP00000432163                                                           
MELAMDNSYAFNQRSTCNGIPSEKKNNFLVSEDHGQKILSVLQNFREQNVFYDFKIIMKDEIIPCHRCVLAACSDFFRAM
FEVNMKERDDGSVTITNLSSKAVKAFLDYAYTGKTKITDDNVEMFFQLSSFLQVSFLSKACSDFLIKSINLVNCLQLLSI
SDSYGSTSLFDHALHFVQHHFSLLFKSSDFLEMNFGVLQKCLESDELNVPEEEMVLKVVLSWTKHNLESRQKYLPHLIEK
VRLHQLSEETLQDCLFNEESLLKSTNCFDIIMDAIKCVQGSGGLFPDARPSTTEKYIFIHKTEENGENQYTFCYNIKSDS
WKILPQSHLIDLPGSSLSSYGEKIFLTGGCKGKCCRTVRLHIAESYHDATDQTWCYCPVKNDFFLVSTMKTPRTMHTSVM
ALDRLFVIGGKTRGSRDIKSLLDVESYNPLSKEWISVSPLPRGIYYPEASTCQNVIYVLGSEVEITDAFNPSLDCFFKYN
ATTDQWSELVAEFGQFFHATLIKAVPVNCTLYICDLSTYKVYSFCPDTCVWKGEGSFECAGFNAGAIGIEDKIYILGGDY
APDEITDEVQVYHSNRSEWEEVSPMPRALTEFYCQVIQFNKYRDPWFSNLCA                            
>Hsap_ENSP00000435749                                                           
MEMQSYYAKLLGELNEQRKRDFFCDCSIIVEGRIFKAHRNILFANSGYFRALLIHYIQDSGRHSTASLDIVTSDAFSIIL
DFLYSGKLDLCGENVIEVMSAASYLQMNDVVNFCKTYIRSSLDICRKMEKEAAVAAAVAAAAAAAAAAAAAAAHQVDSES
PSSGREGTSCGTKSLVSSPAEGEKSVECLRESPCGDCGDCHPLELVVRDSLGGGSADSNLSTPPKRIEPKVEFDADEVEV
DVGEQLQQYAAPLNLAHVEEALPSGQAVDLAYSNYHVKQFLEALLRNSAAPSKDDADHHFSRSLEGRPEGAGVAMSSMMD
VQADWYGEDSGDVLVVPIKLHKCPFCPYTAKQKGILKRHIRSHTGERPYPCETCGKRFTRQEHLRSHALSVHRSNRPIIC
KGCRRTFTSHLSQGLRRFGLCDSCTCVTDTPDDDDDLMPINLSLVEASSESQEKSDTDNDWPIYVESEIGSHYVAQASLE
LLALSQPPASASQSAGITDGVSLCCPGRSTVA                                                
>Hsap_ENSP00000436187                                                           
XTFTHSSSSHSQEMLGKLNMLRNDGHFCDITIRVQDKIFRAHKVVLAACSDFFRTKLVGQAEDENKNVLDLHHVTVTGFI
PLLEYAYTATLSINTENIIDVLAAASYMQMFSVASTCSEFMKSSILWNTPNSQPEKGLDAGQENNSNCNFTSRDGSISPV
SSECSVVERTIPVCRESRRKRKSYIVMSPESPVKCGTQTSSPQVLNSSASYSENRNQPVDSSLAFPWTFPFGIDRRIQPE
KVKQAENTRTLELPGPSETGRRMADYVTCESTKTTLPLGTEEDVRVKVERLSDEEVHEEVSQPVSASQSSLSDQQTVPGS
EQVQEDLLISPQSSSIGSVDEGVSEGLPTLQSTSSTNAPPDDDDRTERPSPNGPDRPFQCPTCGVRFTRIQNLKQHMLIH
SGIKPFQCDRCGKKFTRAYSLKMHRLKHEGKRCFRCQICSATFTSFGEYKHHMRVSRHIIRKPRIYECKTCGAMFTNSGN
LIVHLRSLNHEASELANYFQSSDFLVPDYLNQEQEETLVQYDLGEHGFESNSSVQMPVISQVSSTQNCESTFPLGSLGGL
AEKEEEVPEQPKSSACAEATRDDPPKSELSSITIE                                             
>Hsap_ENSP00000436713                                                           
MAVNSSGYSRWCCFADSWQREKLASMESPEEPGASMDENYFVNYTFKDRSHSGRVAQGIMKLCLEEELFADVTISVEGRE
FQLHRLVLSAQSCFFRSMFTSNLKEAHNRVIVLQDVSESVFQLLVDYIYHGTVKLRAEELQEIYEVSDMYQLTSLFEECS
RFLARTVQVGNCLQVMWLADRHSDPELYTAAKHCAKTHLAQLQNTEEFLHLPHRLLTDIISDGVPCSQNPTEAIEAWINF
NKEEREAFAESLRTSLKEIGENVHIYLIGKESSRTHSLAVSLHCAEDDSISVSGQNSLCHQITAACKHGGDLYVVGGSIP
RRMWKCNNATVDWEWCAPLPRDRLQHTLVSVPGKDAIYSLGGKTLQDTLSNAVIYYRVGDNVWTETTQLEVAVSGAAGAN
LNGIIYLLGGEENDLDFFTKPSRLIQCFDTETDKCHVKPYVLPFAGRMHAAVHKDLVFIVAEGDSLVCYNPLLDSFTRLC
LPEAWSSAPSLWKIASCNGSIYVFRDRYKKGDANTYKLDPATSAVTVTRGIKVLLTNLQFVLA                 
>Hsap_ENSP00000438526                                                           
MRQGHAPEESEPGCEAPCAGPCHAQRVLQALNAYRRSGTLTDVVLRAGGRDFPCHRAALSAGSAYFRSLFAAGRPERGPA
VVPVVPVAPEAPGTSPAGAAAALAVVLDYVYGAGVRLRAEDEAAAVLALAERLGVAGLREACVRFLEGRLRAANSLALRR
VAAAFSLAPLAERCGRVLRQAFAEVARHADFLELAPDEVVALLADPALGVAREEAVFEAAMRWVRHDAPARRGQLRRLLE
HVRLPLLAPAYFLEKVEADELLQACGECRPLLLEARACFILGREAGALRTRPRRFMDLAEVIVVIGGCDRKGLLKLPFAD
AYHPESQRWTPLPSLPGYTRSEFAACALRNDVYVSGGHINSHDVWMFSSHLHTWIKVASLHKGRWRHKMAVVQGQLFAVG
GFDGLRRLHSVERYDPFSNTWAAAAPLPEAVSSAAVASCAGKLFVIGGARQGGVNTDKVQCFDPKEDRWSLRSPAPFSQR
CLEAVSLEDTIYVMGGLMSKIFTYDPGTDVWGEAAVLPSPVESCGVTVCDGKVHILGGRDDRGESTDKVFTFDPSSGQVE
VQPSLQRCTSSHGCVTIIQSLGR                                                         
>Hsap_ENSP00000443191                                                           
MMRVQTLREKWAYWRRRQLSLKQADFKDIFKKSTSGSLVEEEDQHMKLSLGGSEMGLSSHLQSSKAGPTRIFTSNTHSSV
VLQGFDQLRLEGLLCDVTLMPGDTDDAFPVHRVMMASASDYFKAMFTGGMKEQDLMCIKLHGVSKVGLRKIIDFIYTAKL
SLNMDNLQDTLEAASFLQILPVLDFCKVFLISGVTLDNCVEVGRIANTYNLTEVDKYVNSFVLKNFPALLSTGEFLKLPF
ERLAFVLSSNSLKHCTELELFKATCRWLRLEEPRMDFAAKLMKNIRFPLMTPQELINYVQTVDFMRTDNTCVNLLLEASN
YQMMPYMQPVMQSDRTAIRSDTTHLVTLGGVLRQQLVVSKELRMYDEKAHEWKSLAPMDAPRYQHGIAVIGNFLYVVGGQ
SNYDTKGKTAVDTVFRFDPRYNKWMQVASLNEKRTFFHLSALKGYLYAVGGRNAAGELPTVECYNPRTNEWTYVAKMSEP
HYGHAGTVYGGVMYISGGITHDTFQKELMCFDPDTDKWIQKAPMTTVRGLHCMCTVGERLYVIGGNHFRGTSDYDDVLSC
EYYSPILDQWTPIAAMLRGQSDVGVAVFENKIYVVGGYSWNNRCMVEIVQKYDPDKDEWHKVFDLPESLGGIRACTLTVF
PPEETTPSPSRESPLSAP                                                              
>Hsap_ENSP00000446269                                                           



MRLPGQGLGAREGPSIPLSSPAPAPASPAPPAWPPRPAVTHGRLRSPTRRAYTSLVLVGCTNLCAVLFARCLDDHLVSLR
MSGSRKEFDVKQILKIRWRWFGHQASSPNSTVDSQQGEFWNRGQTGANGGRKFLDPCSLQLPLASIGYRRSSQLDFQNSP
SWPMASTSEVPAFEFTAEDCGGAHWLDRPEVDDGTSEEENESDSSSCRTSNSSQTLSSCHTMEPCTSDEFFQALNHAEQT
FKKMENYLRHKQLCDVILVAGDRRIPAHRLVLSSVSDYFAAMFTNDVREARQEEIKMEGVEPNSLWSLIQYAYTGRLELK
EDNIECLLSTACLLQLSQVVEACCKFLMKQLHPSNCLGIRSFADAQGCTDLHKVAHNYTMEHFMEVIRNQEFVLLPASEI
AKLLASDDMNIPNEETILNALLTWVRHDLEQRRKDLSKLLAYIRLPLLAPQFLADMENNVLFRDDIECQKLIMEAMKYHL
LPERRPMLQSPRTKPRKSTVGTLFAVGGMDSTKGATSIEKYDLRTNMWTPVANMNGRRLQFGVAVLDDKLYVVGGRDGLK
TLNTVECYNPKTKTWSVMPPMSTHRHGLGVAVLEGPMYAVGGHDGWSYLNTVERWDPQARQWNFVATMSTPRSTVGVAVL
SGKLYAVGGRDGSSCLKSVECFDPHTNKWTLCAQMSKRRGGVGVTTWNGLLYAIGGHDAPASNLTSRLSDCVERYDPKTD
MWTAVASMSISRDAVGVCLLGDKLYAVGGYDGQAYLNTVEAYDPQTNEWTQVAPLCLGRAGACVVTVKL           
>Cint_ENSCINP00000000756                                                        
MIMDLEDKDDIKGCPRLCISYSDKESELVEDKTSKVMKSEEYPWMMLEQLNKQRMNNLYCDFTICIDDEEYPVHQGILAA
RSEYFNAMFTSKLKEGFEKRVEIKESSKQCVERILGFLYSGKIELSVGNIEETIRCAALMQIPDLLQVAADYVHSIFNAE
NCIHFRGLAKLHSMDDLVKKADKYVLVHFRDVCLDESWNELSVEDVEMFISSEDVVVESEEVVYECMVGWVKHDLPSRKQ
YFPTLFRNIRFQNLSTQFIRDVIRIEVLVYEFHDCCKVVCKHYFDNIRSTPTCNPRKGDFSDVNVTYVSDVRYGNFILNE
NKIEVKQYVAKRIQRFYHSIYCS                                                         
>Cint_ENSCINP00000000878                                                        
SRMSDTTENPNEETIKCVVVGDNNVGKTRLICSRAYNEEAPNNRCNISTSHVPTVWAIDQYRNNQKVLDNARCNIDGTMV
SLRLWDTFGDHHKNRRFAFGKADVIVVCFSVCDERSLRQVTKFWLPEVRKHNKNIPVLLVACKVDLRFAELREKIKCKGT
LTKAVKHADILFPEQCRYVAMETNCPYYESSVLLGYGINDVFENACRAALLYRRNLNFWNSSLKRIQRLQLQPPLQPPKP
SPPNFPHLDTKSPLLPNLFQMYKDNVLTDGEKIFAHKVVLCASSSVFAEVFTSPVLPATNDAFVVTIAKSGNTVESYKRN
YDITHHSIDDNQREVYESETPTEILKILVNFCYTGLLMLETPDVSILTQIIIAGQKFAIPELVNLVADLLNSMTFDPRPH
EGFMSRRAASMKSLFIETPTLADVVFHLDDGSIPGHKVLLASGCDVMMAMFTGSFIESGNKEVDLPDTTTTSLRCVLEFI
YTNNIPELDCCATVYDVIKLADRLCLPRLISRDERKYFEKNEKCLISKFCTDVIMMSQIADLHNAPELRQWCLYFLSIHY
NDACRSIPKIMKSLPPPTLSHLEEHRWPPVWFIKQQDVYDKSLYQRKEEEKGLRVYKKKVELCFENRRYEVF        
>Cint_ENSCINP00000000883                                                        
MNFSFSSPDYPGQSHRKTEQEEKSGEYRFGQYLKNMLVRINQQRAEDNPLCDFTIVVGGRKFRAHSLILSTSSEYFHAMI
NSRMKEGIEKCVQIKNVSEEIMENILDFIYTGKIPLRVETIGQVIEAASFMQLPDLLISVVQYATKILDEENCIFFQKLG
ELYKLENLVQSSYKYLLDHFDEVSTTNDEFLSLTSSELNGILLDDITVSSETVVYKAVVCWVKHDLEERQQYFVKFFKLL
RLQVVSVDDLANIIVKEDMVTSNCECMAAVLDSYDARVRPRLNIEQPRKKPLSGDATSIREFNIPKPTPTFGTAPFGNLM
N                                                                               
>Cint_ENSCINP00000001277                                                        
MSSSKFLSCDGHFDFIMDMLVKQRSNRRYCDVTLVAEGQKFPAHRAILAASGNYFDTMFSSQMKEEFERVIKIKEVTKVA
MEQVITFIYTNKILLSEENIDEVLHAASLMQVQGVLSLVIQFLSDEICLLNCLHYRQLGKLYSLNDLVLECDRCICENFD
QVSTQQKFFEMDEVEMEKLISSDELVIESEEVVYECMVGWVKHHLQTRKQYFPTLFKHLRLQYVRLDYLSRNIKKEGLVR
EFLDCRDLVEDAFYFHVKPDLFEKQKPRKSCYPCKELIFIPNKQQNITSYNMTENKWSSLQ                   
>Cint_ENSCINP00000001988                                                        
RMDNLYCDFTICIDDEEYPVHQGILAARSEYFNAMFTSKLKEGFEKRVEIKESSKQCIERILGFLYSGKIELSVENIEET
IRCAALMQIPDLLQVASEYVDSIFNAENCIHFRGLAKFLYMDDLVKKADKYLLDHFRDVCRDESWNELSAEDVEMFISSE
DVVVESEEVVYECIVGWVKHHLQSRKQYFPTLFKHIRLTSLQFNYIEQVIRKEVKNIILNLSLIHALINMFRIYFMSSVK
VVKLFANITLTTLDQQQPATLGMEIFQ                                                     
>Cint_ENSCINP00000003285                                                        
MDSNDKHVEQFKSCHEGRVLTKLNRLRESKVLTDVTFKLEDGEVSAQKTILAGYSDYYEKMFTTGFKEGFNEEVEVKEIK
TSILDTLFTFIYLQVIDISDKTVYQLYEASDYLQFDDVKGYCVSFFNKTLAIGNCVSYRSFAQRYQLLELINKCDKFIVD
NLESVSKGLNFKELSIDEAEALITLKQKKDFCQDSILKAILSWIKHDVAQRHQFIKRLFQVIDVKKLSLALLKEVVENPE
EWIQKTDFFIGVLNPEYITHIKTNQRVVSGEASKVTFEFMIVGGFEAKHNVHIYDVLEKHFRETKASFYERWGSISAKIK
NCVYVAGGGGADRWCASSAVLNGWFLIMLSIMLVDCYWRSSMAYHISREIIL                            
>Cint_ENSCINP00000005165                                                        
MATRNGKVYSSQRYSQLILVGFFQLRVHGSLCDVTLTAEGKSFKAHRGLLASASDYFRAMFTSEMKESFSEDIELHGVSS
TGLEQVLRFIYSGEIVLSLENIHDILAAASHLQVTAIMDFCNEFLISEVTLENCVDIGHIANAYNLEAVDHHVNVYMLQN
FNLVSDFNKVPFDRLTFLLSSNTLKGCSELQLFNAAKRWIEGDVDNRMKHAAALMENIRFPLVNPTDLITHIQTVDFMRT
DNACMRLLLEASNYQMVPYMQPILQTPRTSIRSDATHLVTLGGVLRHQLDVSKDLRVYDEKSKRWINLAPMENSRYQHGI
AVIGNFLFVVGGQSNYDTKGKTAVDTVFRYDPRYNKWIRVRSLNEKRTFFHLSAIEGKLYAVGGRNAAGELSTVECYNPQ
HNEWVFVEKMQEPHYGHAGTVYNGQMFISGGITHDSFQKKLLCYNPTTDKWEQRSPMSTVRGLHCMTTVRDRLYVIGGNH
FKGTTDYDDVLECEFYTTETDQWCCVAPMLTGQSDVGIAVYDGKVYVTGGYSWNNRCMVDIVQCYDPEENKWMKTFSLPA
ALGGIRACTLTVLPNFANSNAQSSSSSSMPKHEPDPSGDMMLSVDRPAPSARLPRRPQAQADADIGARPLQDR       
>Cint_ENSCINP00000005691                                                        
FKSNSHNNAVVSGLNDLREDKILCDVTLIAQEQPFLAHKNVLASCSPYLRNLFNSEDGFKNEHEVVLKQGIGNNTIPDRI
YKVDVESAVQRSPHADCRCYLNTAENYLTGLFLREISVYNCVDIIHIADKYTLAGVEDKAYSFIAEHLNELVKTEEIQKL
TINNMSLLLDSYSLKNVSELELFEAARQWLLYKTERYQHVRTLMEKIHFPLIPPRDLLRYVNFVEFMRVECNYLLLEASN
YHMLPHSQPILQSVRTQVRSNDTRMVIIGGVDPHDRVSNQLFAINSDMSKSEFLPPMHEGLCSHCACVMNNFLYVVGGQN
MFDERGTTAVNSVIRYDPRFNIWMRIASMNDKRAGFTVSVVDNRMYALGGVNAAGRMSSMECYSLEDDRWRYVASVQTGL



CDHAQSVHGNLIYISGGFKEGRFNNQLLAYSPRHDTWHERTPMHFARGWHAMVAFGDSIFVTGGNAGLNKRVDIHETEIY
SAMSDQWTLVAPLPLPHSEGGCAYYDGKIFVVGGYSWTQQKCLSTIQSYDPNKDQWENPGNLPIELSGVRLANLTIPYTV
SPRSGLTQGSHVPLSWP                                                               
>Cint_ENSCINP00000006099                                                        
VAQDSIREMAQDSRFTDVIIEVEGHSFRCHRIILAASSQYFRAMFCASYRERDQSSVEIKGVTIDVMKVLIRYAYTSYLE
INTENAQTVLEAASLLQFTRVMEACANYFASQLSIENAPGIMELAQRHSLTELQQLATLECVTHFSNLRSSSDYLCMSSQ
LFEVILSRDDLNVANEEDVFEAVMFWCQHDTGKRKSELPNLLRHVKLPLINQNYFVRHVETNELIRCNEEVYDMMMEARR
YHTIGGVTDRKVIPRHNTTLHQVFVTVGGCNNRDSFIDEVCVLDFQHKTRASLCQLPNTKYMVQAGDAKWAEFACTAWRN
NLVISGGKETKKETWMYIMSLRRWVQMASLNTGRWRHRMVVCMGDIYVVGGYDGLLRVDNLEKYDERENLWIERRNMREA
VSSAAVCESEDRIYVVGGGPSVRISTEKVQVYDPNTDDWRLSTPMPDAAKCLSSIALRGKIYVVGGTLRYILCFDTREEI
WSKIGEDLSCARASCGVTLCNDKVSLT                                                     
>Cint_ENSCINP00000006415                                                        
LSGTSSVKEQTHNIDHASDLLPFANKSRQDGRFNDIIIRIGEKNIPANKMVLSCYSKYFDTMFNTEMEEKYKDVVELQAV
DAESVEKLVDFMYTGKININTNNVCDLLAVSDFLQMLSVKKLCIEYLLTTITQQNCLTIQALADRFTIPKLTEKFNNYVV
EKYQQVISDDHFKKLSKDDVIKLLQLTHDKVSSDLVYTAVMNWVKFDLASNESYLSELFKFVDISKVSPKMLEDVISVEP
LIRKLDDWGNLFVNALVQQKKETTEKSLISLGGIKSLNKVTKFDLQTMQWSPLPDLPVRRSSASAVVIDDILYHLAGDLN
TDGKETATNIVHRMKLKEKVLKWEKVASMNVERYVFGAAVINGVIFVFGGGDENNKRVSSGEYYVVPLNKWIQLKPMKIA
RWGHCLVAHNDQLYSLGGHDGQQVISSVERYDPSSDEWKDVASMQTPRRWFAAVVLNNAIYAIGGYDGKQTLKSVEKYNV
DDDTWVYVENMNIERSSHAACVAQNKIYVVGGLDSGKKIVKSIECYDDQTDKWSVV                        
>Cint_ENSCINP00000006826                                                        
MAHSSSFEPKKRTLDDLDRITRGRVISHFTEDATKIPVDTKQEVEPPVVNSKPQVKMQEVCVQTEEKINVDASVQNTLEC
KDESTQYRFRRKTKNFMSQYKVPTKTIGTYFKVKTKDSASQYEPPLPIQDTAADSTCLPLDDEPLVKDEQCRSKLSRKHH
ALMVLQSLSRQQDLGMLCDITLAAQGELFKAHKVILAACSDFFHTLFASEEIRQTPLSYIELQGITASALRLVLDYIYTS
EVSVGDSIKNTQEIITAAKRLKINSLLPACNALEQALLSDQDLSGLVISNTELVFPNSKINYGNSGSFMHSSDETSSLEF
VQKPHIKREHGIYDDTDSPVSPELKPIINETYEAPNSLKHKLSETKVKEKAVKRKERSQSCVEVSTTVKRRKSEDTVKPY
SCNSCHKTFWKEKSLHSHRAKSHPNLTLGQVTKALSTLANEVKPDANNPRCPHCKLYFKNSGALSTHIKWNHEDCQSSSS
KNSDDHSGSRSSPTQQKDKQYSDNDNKDLTRKPNRIGVHNPVHPKPKLEKTKSKSEKLKVEATNDKGRQDLKSLPVTTET
EDSTVRPRLYQCELCEEIFSVQCFFKAHMASHKRAAENGGER                                      
>Cint_ENSCINP00000007379                                                        
MTYQAQLFQCCREGDLQKAQFLHEEKDVDLNLRDIWDSSPLYYACLCGHFELVEYLLQNGAKCVENSFDGERCLYGALTN
DIKNLIKNWKQVHTRGLRRERHYDMMRSLLDKGSFYDVIMNVHGRQFKVHRYILSARSEYFADAFSNKWKNVDEVNISHH
AVTADAFACLLQYLYTGRMDIQCDMVGQVKRLAKNCRLDLLHQEIIKVELRVDELVRLKPQMKKRVKVFSIEGEVCMSVF
RDDLRKLVDHVIPPSLHDWVEDGILPFTKMWRETLLFPDVCFNIDNHLFLGHKAIFCACSDYFTALFEDHFLENSFHSGT
RVLPMITLTHISPQIFKNVVVSMYSDEVEFTSMDTAYETMCTSHMLLFHGLTRRCGQILGQHLDESNLFPLLEVARNFDL
PKLEDMCAMYMAKTLDKMVDNEEFAELVENDAAKIKDREETDSIPIVDDIRYHLTSSVQNYSQMEEANFKLSALNALLSR
LGIDC                                                                           
>Cint_ENSCINP00000008095                                                        
MYAERGVPMSMDITSVCGNRLQPVTGITVVNKSSSLRHTSDKHPHQILDVLNILRKRQELWDVAIVVGSLKLHAHRVVLA
AASPYFHAMFTVELAESHQTEIVIRDIEEKAMELLIDFAYTAQITVEESNVQCLLPAACLLQMVEIQEICSEFLKRQLDP
TNCLGIRAFADTHACRELLRVADKFTQANFQEVKESEEFRLLPVDQLIQIISSDDLNVRSEEHVYKAVTTWIKHDLKDRR
NLLPKVLQHVRLPLLTPKFLVGVVSVDPFIHGDEQCRDLVDEAKNYMLLPQERPLMQGPRTRPRRPITREVLFAVGGWCS
GDAINSVERYCPESREWRLVAPMSKRRCGVGVSVLDDLLYAVGGHDGTSYLNSVERYDPQTNQWSSDVQPTSTCRTSVGV
AVLDGYLYAVGGQDGMSCLDIVERYSPKQNRWNKVSSMNIKRLGVAVAVLGGYLYAVGGSDGQTPWNLVERYDPRENRWT
EMAPMSTRRKHLGCAVYRDMLYAVGGRDDTTELNSVERYNPLTDTWSTVVAMNSRRSGVGLAVVNGQLMAVGGFDGASYL
KTIEIYTPEANTWRMYDGMHYRRLGGGVGVIRLPQA                                            
>Cint_ENSCINP00000008658                                                        
MDEIIEEINQLGRGNAENLASPSLIDSTQVLVRMADKPTRISGKATKCKAKKDSTSDWEFSKSTIRERNEKMFNNELLSD
IHFIVGPLGASKRIPAHKYVLAIGSSVFFAMFNGDLAENKEEIHIPDVEPKAFLALLRYLYCDEVCLEADTVLATLYASK
KYIVPYLAHACVEFLETSLSYRNACVLLSQSCLFEDEDLTQRCWEVIDAQTELSLKAEGFTDVDGKTLRSIVCRESLSVN
ETAVFDAANRWAEAECIRNNVEPTGKNKREALKDSLFLLRIPTMSLQEFADGPATSDLLTKEEIIQIFVWYSATTKPELT
FPTEHRRGLTPHCCHRFQSTAYRSNQWRYRGRCDSIRFMADKRVFIAGYGLYGSSTGAANYKAHIKLSQNGKVLSEETAG
FFSDGCSKTFSVWFKHSVQCEPGIFYTASAILDGNELSYFGQEGLSEVVCDGITIQFQCSSDSTNGTGVQGGQIPELIFY
YANT                                                                            
>Cint_ENSCINP00000008842                                                        
MQPSSPRVSSATSSRSGSPAPPNDMLGTPVAENWCYTQVKVVKFSYMWTINNFSFCREEMGEVLRSSTFSSGANDKMKWC
LRVNPKGLDEESKDYLSLYLLLVSCHKSEVRAKFKFSILNSKREETKAMESQRAYRFVQGKDWGFKKFIRRDFLMDETNG
LLPDDKLTLFCEVSVVQDSVNISGQSNMMQLKVPECRLSKDFETLLDESHFTDCTFSVDGKEYKAHKAIVAARSPVFRAM
FEHEMEESKFNRVEISDIPHQVFKEMLNFLYTGKASKLDVMASQLLAAADKYALERLKVMCEESLCSNLSVENVAEILIL
ADLHNACQLKEMAIDFINNHALDVMETSGFNVMVRSHPHLVADAFRALAAIQSPPSGPPRKRLKSSS             
>Cint_ENSCINP00000010031                                                        
MMDEVCTVKCNFGKCVDDLNHVITKATLHQVKEYIRLHCFNAVARYDSSGRTPLHVAASSGKSDIVRWICNGNVTIDSVD
VESNWSALHRALYYGRIASAMELLKNGANMWLKDKAGCNSLDMIIADISPWNNKISFKRNSDISLYTWGVNENMTLAQAV



QKSKKMPEMVKFFSKRNIYIKQVVMCKFHSIFVTRDGVAYSCGNGRGGRLGNGAEDVFIDPQLVDAGGSVITSASAAVDH
SVFVTADGQLLTCGLNDHRTLGINPPPQKSLLPQRVSGLRDHIIVGCCAGSCHTVVWTSQSALYTFGTNAGQLVFLLRCF
LGHGKGQPFIVQPRQVSSVHREGDKMTYVHACDAATVVSTAHGVVFLLHNYICRKIVTKQMDIIKLQVGGGILDRTKKEE
NLDSEKKDVKVLLLKKSGDLLSWNSGHSSLDRCQFDQKQLRWISDVSLSCNGVAALLVSADGTAYMAKFQAWIAGKPARR
GSALHKQEYLTSLDLMSSDAIQKFQLEQVPCAFRCHTAVLGPKGRNYSLLQSKPSNFLTQIPVVDAADITEEMRMLLESS
DASDLLHDIVIHVRRDGKPDVLFPTHKFILASRSLLLSKLILSRIPYSDEASLDLEKDKLILEGIHPKIFMNFLSIIYTG
SCEMLQPGSKIDDKYPDSGRVKIFWSDNATSAMEIPTKSNQVKVECFTMLKILSNLFGIRDLSNEVFSLHSIRDGVIFSR
KSGKKPHFAPSSLPQLTDCEIESDDGICFQAHKCILASRIPFFHGMLSSPWIETSLYESRLCAQLKVPVPGDVFKYILDF
AYMDSSSSIRGATSVDSLCEILAASDLLLMGRLKQIAEVQIAPLLTLKNVCMVAEVASAFNSNQLYESCLQFACHHLPAL
LHTPAFHYADEEFLDRMEVYYRSQIPDVYRRSSPPSMEGPDVSHIPEEDLSDDITEVDFSVDRHSSDLPTSSLRKRRTSE
AHSSRKGKNKKAPGIMLSDLL                                                           
>Cint_ENSCINP00000011706                                                        
MAHRDHNSPGSSRNIGPQNRARGLGAIPPNADGRMDFLEEPENNEEFPLQVVNRRHNQPRARAGGVRIVTYQSYRGYRLR
REDQQEQQGRFYNSPPVNQDQQNDIVPVLSSPDGFSSDSLAGEEHEWSDGMSSISDLDERLPPAAAPPAYPVPGAADSPP
PDFLGISMGSRGVGSSRGNKRTRTGSTSSYSSVESVCFNSRKQKISNTNSVQCISQRMALIDKLQKYRSNKEFTDVILTV
EDQEIACHRVVLAANSPYFHALLSSNMKEGREGRVHIQGHKPEIVHMLVRHAYAEAIKVTTENAQDVLEAADYFQMDMLK
SHCEKFLIRQVAESNCLGLMQFASLHSLDRLYNKAKKYAVKNFNKVSQQEEFLRLPLATLSKYLEDHGLVVQREEHVYDA
AMRWLEYDATRKEHVAEVLRCVRLFFVSSRFLFEVITKHPMFQGNPEVQNILSEACKYHALGSNEMKHGSLPHTKPRASS
GISEVLVVVGGICNNRRLLYTECYHPNKQDWISLSDISTSHATMHSYSVCSHKNDIYITGGHSNSGMTMDAVSVYFSNID
QWSLLAHMQHPRERHGSASVDGAVYVAGGLMASPKNRKKPGVLDNVERYRPDYNRWEKVKPLPKRCYSPGVLSYKEKLYV
IGGVSMTEEPSNSSKIILDCIQCYDPLKDSWSQLPLGRPLARLSCALYRDHFYMISNNASSIFRYDPNTCTLEEWRELHE
LNVEFAGLAAFNGKLVISGGQKGSTTLNHMLVIDFESGRVEEEVKMKRSRCMHGCVPIDKFG                  
>Cint_ENSCINP00000012687                                                        
MVKKSIVSLGKSHQAVVQYFKCYASVFEHDIAAISSLLQRKNIRKASYHSWPDANNQKVVWSLTLNDNSDIKTTIRELDD
FKEERRLVSRAAALELLLLESDIHFSDNNMVFTSTSSSPILTQLRKFRKEKRFCDFTINLDGKSFAVHKLLLVASSNYFC
EIIKDNQTSVDIGGIKAEIFETMLCYIYAEDVAVNESNIFELKENASLYELQGLVDMCMLFQDFVGAVTKIPEIKLDSLP
EAKSAIGNKKPGETESMVHVRKSERQAKREAYNTISKTINLVEEPDDISTDDRFLPVTEENHVLPQKENIENHNRTHSVE
VTKSQVEQIDNVSMLELQAASVPFVLKCEICHVELEDQKQRKAHMKKHFVQNQPNRFGCHLCMKAFRSASHLKRHMISHT
GIRKHCCTTCGKLFLKSDHLKRHERTHTSERPFTCEQCGKQFRDKDHLKRHNLTHTEERPYFCEVCGKQFKDKSTLLSHQ
KSHNANNSVVCGVCGRLFKTIPRLDTHMVKHMETKAHICEVCGKEFPFSGRLRKHMLSHTGARPFHCEICGKQFRDGHSL
RQHQKKHTGIGLHPCLECGKKFTNAFHLKRHVKIHSGVKPYSCDVCKKSFARPDNLDSHRRSCIVNMQIKQKKYLPNAPL
EAWETDNTDQAHESIPGCSNASFNVETTGHVSSVENLGDFSPQATTTTTHSQIPFTNIMETLQSQLNRSVQNDATSCSSS
FTSLLSTLTPTFEGEPAINDQTTDQ                                                       
>Cint_ENSCINP00000013326                                                        
EMMQRIRRQGKMCDVTLKVNECKFTAHKIVLAAVIPYFTSMFTTDMAEANGNEIEISAIDENALEHLINYAYTGKITVNV
ETVQSIMIGANFLQLQVVKEFCANFIKSHLHPNNCLGICQFAELLMCMPLLEKAKSYLNQHFVEVSKSDEFLDLSKEKVL
SILCRNELHVKSEEQLFYAASAWVKFKYTQRCEYMHELLQHIRLPLLRPQFLTDVIQMDAAIKSCLRCRDLVDKAKDYHL
MPDRRSDFPPNMVRPRYCTEIHEMIYAVGGLTSAGEALNTVEKYSGLVGRWELVASMKTCRSRVGVAVLAGQLYAVGGYD
GMNRLNTVEMYTPETDEWCDIKPMQEKRSALGCVAYEDQIFVCGGYDGVSSLSNCEVFRPHTQEWQKISPMNKSRSAAAV
GVFEGCVYILGGHDGLSIFNSVECYDQSIDKWCMKVPMLSKRCRHGVASLQGCMFVFGGYDGQKFLNTVEVFDRVTNQWS
FVAPMSMRRSRVGIAISGGKIFALGGYDGCTNLNSVEVYDPETNSWRKSDRMWAHEGGVGVGTIPLPLCVSFAW      
>Cint_ENSCINP00000013720                                                        
KIHDHLKREQLCDVIIIAGSKRIPAHRLVLSSVSEYFRAMFNSEVREAVEEEVVMSDNDPDALENLIKYMYTGKLELKED
NVERTLSTANMLRLDAVVESGCCFLKQQLHPSNCLGIRSFADIQSCRGLYEEAHKYTMEHFTEVIRNQEFLMLPLPQVCE
LFGSDEVNVTSEINMFEAVLLWVKHDVGERKKLMAELLTRVRLTHMPKEYVADVVQSNPFIRDNLDCEHQVIEALIHHLL
PERRPCPVRPRKSTTGHLLYAVGGRDGSSCLRSVECFDPHTNKWTNCAPMSKRRGGVGVGVCGAHLYAIGGHDAPASAVS
IEQYDARIDQWSQVANMTGRRLQFGVAVLDDKLFVVGGRDGLKTLNSVECFNTRTKTWTRAWNYVAPMSVARSTVGVAVL
HDKLYAVGGRDGSSCLRSVECFDPHTNKWTNCAPMSKRRGGVGVGVCGAHLYAIGGHDAPASNQMSKLSETVERYDPKTD
QWSTVAPMSVPRDAVGICMVGGRLYACGGYDGQSYLATCEAYDPQLNEWRNIASLNTGRAGTVVVHVRH           
>Cint_ENSCINP00000013854                                                        
MSAKLTSVDSLSVSSFQTSTDSFLQPAVRKGEYPETVYTSNSYNNILLSGFNALRFDNLLCDVTLIAGNTRFPVHRALLA
ACSPYFKSMFTKDSQNAQIGRNEGTKYTWFSESIELRGISSDGLKHIVEFMYTGKLPISMKSVQNILAVGRHMQIQPVLD
FCMEFLISAIDVNTCVDIIHIAEVFSMAQLEENAYKYMLERFPDFIKSNQLQKLTFENMSYLLDSNDLKVMSELDVFAAT
LKWIMYDHSRQAFIRKLMEKIRFPLMPPRDLMVHVNVVDFMRTKCNDLLLEASSYHMLPHSQPIVPSSRTKIRSSDTRLV
VLGGADNTDEVSNQLKVFNRELTAYTLLPSMDTGVHSHSVAVLNNFLYILGGQNHFEERGKTSVPTVTRYDPRFNTWMKI
ANMNEQRAGFHVSAIPAYNRLYAVGGVNSVGRLSSVECYCVEEDRWKYVASTQNALCDHNGSVHRDKLYVSGGFSDGHFS
DAMLCYNPKHDIWERRSPLQFPRGWHSQITVKDKIYIIGGNTGINKRVDVLDTEVYSPDFDQWTTVTPISMGQSEAGACL
LDNKIFVVGGYCWSARRCIKVIQTYDPEKDEWERVGNLPRGLAGLRLCTLTLPHHLVR                      
>Cint_ENSCINP00000014080                                                        
MPLRLRRPSSQMSVNPPVVKKAAMEAEEDLEPTEFSRASSEVYDFEDPKHPLEVLTCFNHLREKGLFTDVILSAGSREFP
CHRAILVAGSKYFRAMFCNDHRESREMLVQINGMQPQIMDLLLDYLYTSKAAINADNVQLLLEAANLFQILPLGEACTRF
LEAQLDPCNCIGMREFAEAHALSTLFTTASEMIMEKFADVVVHEEFLELPKSRVIDYISDDDIKVTREEIVYEAVKRWVG



HDAVTRSGDFAEMLSYVRLPLIHPSYFVNTIECDEQVFSNPACQSILQETRKYHILGNEINSERTRPRRSTGCSAAVVIV
GGCDRVGGYNMPYVEAFDPVTGQWNSLAKLPAFTKSEYAVASFKNSIIVSGGRIHSRDVWLYQSHLDNWVKIAPLCKGRW
RHRMLTMGGHVYCVGGYDGKNRLRSVERYDSFSNTWVEVAPLLHSVSSCGLATCHGKLYVVGGGDEENCFNKLHCYNPES
DQWILRSPMPSMQKTLSCATINGKIYIIAGSEKNIYSYDPLTDNWDTRQITEDKLESCGMTVCGGKLYITGGRGDGVEAS
DQVYGYDVRSGDMCHVSSMPRPSCFHGCVTIHRFGPLGEKSQNSGK                                  
>Cint_ENSCINP00000014756                                                        
MLVCFWYERCNMIEVYGIELLRKLLEQRNRGSYCDIEIHIEDNVFYGHKCILAAASPYLESYIVDAESKYIDQTSLHRSK
IQLNGISHSGFERLFDFMYTGKLQINEETVNDVSVAALILDISVALDCCAEFKRKKFSVASLFKNNVLQISSTECSSSVS
HQQSKSSVENLMLQDAQPALVSPKNEIQINEVVSFSAMKPRSEEFTENRENFLTSPTDRIPSHSESDTESLGISLGRESY
YNTTSQGNDMISACANFIQSFEAMNNDPSALPTLLPLNGKDRIMPTTTTENAGSTSMLESPPNTFESLDERFNEVSFYAE
QTEKNGVPSWKCKVCKKVFRKLSYLKYVHVRLHNGNRPHICNLCGKPFATRGNLLQHHKVHLAKNGVLPFKCKFCKRAFS
LKGNCQKHEKTHTKPYRCEFCSKVFSVKNDCMQHLNKHHAEQSENPTIGLRCSKCLTLFNERFGDDYFTHKCS       
>Cint_ENSCINP00000014893                                                        
MMLDIKTTTAHSSTFVKPNFSNEIVQGLRNLRTDGKFFDIVIHVADERFPCHRIILAAASNYFRSMFAGMMKESCTDKVT
LFGVEPEAAEILIEFCYTGTAVITENNVIELLKASDLLQFHSVREACCEFVGKRLDSSNCLSVRQFAEKLSCAKLADEAL
TYTAENIVTVACSQEFNSLNYQQIRPILAHHMLNIDKEEGAFEILMQWLKCDIELRKDDFCRLMEVIRLPFIRRIYLLSK
IETNPIVRASTLCKKLIKETRLFHTCMLDKNEKTSIRLQPRPSTGIAELLVTVGGCDENCDEATTVVSYNPVSGTWKALA
QVEDNLRGGYATVSIGNDIYVTGGSDGATVYNRVWRYKSQVNEWIKVCNMNYAHEYHGSVVLQSYIYVIGSEGCEKYDFI
SDSWTLIAKVPHRVNNCSVAACAGKIYTIGSLYGSEEILLQVYSPDRDKWDNIPINLPPMSFVPTISSLKGLLYFTSEDS
KEVLTFDPRRNEWINTTSPMLHVHLGGSTTVFGGKLIVSGGYDERYDLSGIIEAYDTDTNTWSVIGKMPQPIFWHGCVSI
YRYVAAPSGQTYCADPDLYKLSTYVDISQL                                                  
>Cint_ENSCINP00000015643                                                        
MADVIPTLKSPERTTIVQNLADLLARDAAVVSSSDDVSENEILKEDGVPEMHGASIYSERPRTDHQDRMEEDQPFDLSTR
RTSASDILPREGKPTTGPDPSETDVSNDEHYEANTKKGEFSRYLNGMMLSLNDLRLRCLLCDVIFKVQNETFHAHKAVMA
SCSEFCRKKFLPLLYSQDHRDSEILTLEIHNVSVLGFRLLLDFIYTGQLDINDVTASHIAQAAATMEMTEIADIVEKHAR
GSMNNYLSNSDGSPSKRSELHARSLPLQGTSYSQSLDLSVKPHCKKRTSWNGMDSESKENHCKPRRSSDSARSVRTQEIE
RVPAVDPRSPERGNPEIFNLRSGNGIINQAKQLSEQNEQTFSCDDSHTQHWKKKYHYLEHENQRNERKEHGSKGVYEQTR
YPTKEESQYQQSLLHYSKNNSPNALAPQMGSGRSPQQEYQFRLQFNRLFNWMPPLSGGENLLAQRVSAFMQPQLASKPTL
AQTQWANFLRKQPNNYQIPMSFRPDVLPFQPNFLFPRVDGTDNRNGWRVPFVPPPALSVINNQYQQSTATGTRLRSQSST
NTEEPMNVDTTLPPKLETKQSPIYINSESNESLPSLESMNTMEERRSSGSGEDKSDDTKSKPPCNARVRATGSSKPYKCE
FCDADFNRPANLKTHMRIHSGEKPFQCERCNARFVQVAHLRAHVLIHTGEKPYPCTVCGTKFRHLQTLKSHLRIHTGEKP
YSCQECRVHFRHKSQLRLHLRQKHGIQTNTKKTYKQVPGLCSADICAHIRRAQEIARSQTKNSNNAPFMEQSSSCSEAIK
QTEQHPKSFDNPGEKMRGLNTAFSH                                                       
>Cint_ENSCINP00000015848                                                        
MAQTLIAKRILSYINEMRMNKRFCDVEFITRCGKVFAAHSCVLTCVSPCFETWILNGNYDKETRVTKVLLPESVHASTFS
VLLDLIYTCNVKVRKLNNCNQNSLDELTLNVNVELEETASELSLSFDENVLKNINMSSDKTSHESKNTESRQRRSIRLSD
PSDDLLLESVEPDEVSLEFDVGSLHNEVTASASNEVQKLHNDGKQNVTAGKKVSCDICSRLFTNINGLERHKKCVHHGKT
SPIQCSECKKLFKSKTKLSKHQLTPCLGKQKSQCYICKKTFASKYIMGLHLKIHTGDELFKCHVCNKKFPYKSSLTNHLI
LHNHQNYFLCSVCGKSFSQKVRAKEHESKHIGVKSSLSCSECNSKFTQKSALARHVSSVHNQHRPYVCETCGRCFARKNK
LLEHTRTHTGEKPYVCSLCGSSYKANRSLKIHKQRRHGIKDLVVDQELSPKTGTVTILSSPPGVVRSELTSIATLDLMSP
QTLDVNKPCQTLKDNPHSLQGELNIGL                                                     
>Cint_ENSCINP00000017049                                                        
RIERFELKEYPNDSLRIINELRHSSLLCDVTIKLEYNGQKKKFSAHKLVLASCSPYFKAMFTGGCRERNMSEVNMREIHP
DVFSKLLDFAYTSRILISEQCVLYIMVGACMLQMNHVVQICCKFLENQLDPSNCLGLAAFAEDLGCIDLKRKIEKYVCAH
FEQVSQSEEFKTLSPCRLSKIIAADEIHVDCESQVYNAVLCWVQYNPKTRQQYLKMLLEAVRCHSLTPGFLERQLQNCPV
VNKEPRCQSISDNAVASGVSVPTSKATAANKKHSIINIHHFQCVFLNLPGAVVVVTPPGYNRIPKAPASLCTWLHNVIYV
AGGYLRHSLPYMECFHPEENMWLRLRDLPMPRSGIASCVVQGLFYAIGGRNNSPEGNYDSAACDRYNPMSDQWDHRSSMN
VPRNRSSVGVIDNMVYAVGGSQGPTHHNSVERYDPELDTWTMVCGMKTKRIGVGCAVVNRMLYAVGGFDGVNRLSSVERY
HPENDEWRDTQPMHTARSGAGVVALGNTIYAVGGYDGHEQLNSVEKYNVLDDTWQSVSRMKHRRSALAVTVHNGKIFALG
GYDGHDFLSSVEYYDPAKNEWKEVTNMSSGRSGCGSA                                           
>Cint_ENSCINP00000017813                                                        
MNGSDTSMATRMYVCESVEHPSSLLSGLNEQRLKGILCDVTVRVQGHLFKAHVNVLASAMGYFRDLFCKPSKEKQVGIID
IPMIVNSVGFAKVMDFVYTSQLCLSQSTVMQVLCSACYLQIPYVVEKCQEFISTHGHVTSASSLAAVTAPLLQDLQRDGG
ITNGTNTQSASASLSLLSQLNKASEKSRARADALRHQSSPQPSNPENDEQHQECELINTPPSPASRSPTTGDRGITDSPV
VSAGSPSNLKIKQEQVDCRRNDEFPNETSSSGDDKQLVAVYSPQEERGANERSHPQPTSIKNIIFTTSRSRIEGNGNDTQ
QDREAIDHKSLAEYFSGDRDKMDTNGTYPFRFETRLEDPNSTEQSSFMLGNNQDRNNQVTTLTHYSLNVKQQKEKPKKEY
KCDYCGKMFGRQQHLKRHILTHTGERPYPCQYCEKRFRRSEHLKHHLVSHEQIMGIQNPPSRKRQRRMEREDAYSMSKMM
LDSYSQPEQTGMNMIMSAPVVLPSMYTPSDIQRTSPTLQITELHSDPQAPDSGMIDLNTGQRVSPAHSAASASPVSALNL
CRATVRDDMQPSPVSGFSDQMSNEDKIEQSNADVEHDFTPAALNGYEENPSSHDIIGMEGSEVLTSDLKRLIAAMDE   
>Cint_ENSCINP00000017830                                                        
HEESVLKGLSDLRKCTSLCDVHLIVEGEKFSAHRSVLASCTVLDFIYSSTVYLTVQNMQDILSAANHLQILSVVKFCCEF
LQSEISAQNCVDISKIAKFFNLTDVDDCVRGFILANFTQFVRTDEFLRLSEADVCALLSSNNIRGHSELELFEAANRWLL



HDTSRFSSVFPVMQHIRFPLISPDDLDEKVQSVHYMQTDPDCMRLLFEATKYHMLPHKQPLVQSSRMQVRSIMPCLVAIG
GKESTNHVSKEVQLFNKEASQWLHLGEMDLPAYCHCVAVLNDFLYVVGGQEMFDNNGSTAMSNVYRYDPRFNRWLKMKNM
LETRTDFHVSAIDGFLYAIAGRNHTGPLSSAERYRVDRDKWEPIAELPHAVCAHSGAPCAGKMYIAGGFASDGFQRVVYC
YHPEENKWEPKPKLKTERGLHCMVDYKLRLYCIGGNNKTNGARRDVLSTEMYDLNSDQWTEVAPLFAGQSEAGAAVVDGK
IYVVGGHTWRERKDVRTVACYDPERDTWEKATDFPEPLTSVSCCALRIPATLLSE                         
>Cint_ENSCINP00000017959                                                        
PLYNWQATKGTLKDRFRFLFNNQLRSDVLFVVGRGVSSQRIPAHRFVLSVGSAVFDAMFNSILATQSNEVELPDVEPAAF
LTLLRFLYTDEVNIGPETVMTTLYTAKKYAVPALEGHCVDFLKKNLSSDNAFMLLSQARLFDEPQLATLCLDCIDQNTRE
ALAADGFTDIDHSTLVSVLERDTLGLREKVIFSAMERWAEAECSRQELEPTKDNCRKVLGEVIYLVRFPLMNVEEFAQGP
AQSGILSDREIVDLFLYFTLNPKPRVRFSDRPRCTLSGKEQSVCRFRDVAERYEVWGYSGTSDRIRFTVSRKIYIVGFGL
YGAVMGPADFQANIQVISVDNGIVLGQNDTGFSCDGTDKTFRVMFKQPIEIKANQSYVACATLNGHDSFYGTRGHRRVIK
DNPSDGQTVFIFTFAPGNNNGTSVEDGQIPELIYYT                                            
>Cint_ENSCINP00000018116                                                        
MATASANTSVSEDELIGDKNVIVESISRFYNSTEMSDIVLKLGNQRFSSHRFVLVLLSDVFRAMCSKRWDNNKVNEIELN
ENEQCIPVFPRFLHFLYHGTVYVNTTTALPLLMLADKYNVQPLKQSCERYVHTQVHEGNVIGAIRWLPYLQLCGHRDLEN
SCIEVIVMEMEFVLKFDDFLLLNLDFLVLLLGRNDIVVSSEYSLYKGVVKWLEANNSGDNQNNFEVLIPQIRFSMMFPEQ
LIEIEKSEFYRLHQDVIGPFLSLAHRFRSLALEVSDDSFCDNIYRPRNYTNSVWCHYVTLDADSVNFHNKCVNLQNANDM
LMSAHQRDPNWQVQVLNSEKRDNNSSVLSSERGFRRQSSTLFANPSAATSTIPLYVMIRPLRPVRSNIVVDISMFQVKKE
KLSHHLDTKSLLPDSNLAENGAVGNGSQRPKIQINGPRFFYPATSTRDKMFQSVPIHFSLLPQTASEQKVILHHEFNRDS
LEHPPEIPCVSFGPHFTNPARPVHTVRLAIITKPRFRSNDDVAAEANNEEDCADEALPILG                   
>Cint_ENSCINP00000018854                                                        
MKKGQPVVTANHVADDDLNQCSESQCMIHAHYVLQILQIHRKSGMFCDILVRTNDQTFHAHRSLLAACSLYFSNLPTDPN
NQVYEVVLPQVTSVGFDVLLNYMYTGILGINSENIKDVISGAMALKMTNVVETCYQFVNSSQYMETDQMYEYEQNNHMST
DSDATMFHDQDKLSDQMHDEAPVDASSAPLDLTKPRSSDAGHASDNITI                               
>Cint_ENSCINP00000019558                                                        
MEYPIQQVPELLHNGAGDAPLKQAMIKQTIIKAEKNNEKSVENGDCSAHDCKNLNGNVIEKTADKNEIKKQSSEVLDQTS
RMCENDSSSDDKSYEGNVTLTMEPEHSEVPFKARSENGDAGLSKDDDLHRQSDVDADDSDIEEDMSKEFKTAYKKSHQPS
VLEWTDTQHHDNTIHRLDVFRKSKHFCDLVLQVGGKEIYCHRVVVGGAARSIFDELSRGEQEVGNLSRIPLDGRNGLLAD
AVEILIDYIYTAKLVIPSELLTAVYKACLQLGVERVTPLCRRYIIADLEPEHCVPMRRLASSVDDMELKQYIDNYIEENF
EAVAASNELLNLPRIKIEIVMNHGNGVISMLLTNLREGSIGHTALAWVRYIIEQRGGRYFEDLTEQVQRIPLDEINNTPS
SASGFHGNNYNRKLSHDEPRDYVYGKTNGAQQKIRLSRSSSIDSISSSDSDDSNSRALCCMDGEWSVIATTPAQGSDHVI
SLCSVGGVLCTLSIRLPNNGLLNGNETNGFATNATSSVSSASTTTSCSSSVASVSPLGQLAVARCAAGVAQLQGKLIVAG
GFNQSECLDTVECFDSSANRWSPMSRMSEKRARFAVAVLRGHLYAVGGSSGSHDHVTVEKFDPTTEQWCHVQSLKSRCSE
ASVAVLNNLLYCVGGVQKSTGVVAIKTCQVYDPSADEWSYKAQMHTGRSSLGVAALGSHLFAVGGSDGWTCLNTAEKYDP
VADRWTFTAALNVQRRGLGMAEHNGALYSVGGFDGTSFLSSVERYNPEEADVWVILPSPLGVPRNNAGLASLHGTLYIVG
GFSGRHFLSTVEALDDVNGDWTAHDIQSLATTESESD                                           
>Cint_ENSCINP00000020045                                                        
MVMELPTEIDIETDEVLFESNHAEFLLQELNKDRVGGQELCDVRFCVGKMEIPAHKSVLGSFSNYYKKMFALEVREKYET
DIATFGITGATLQAIIDFVYTGRIQISRENVYDVFVASDYLSITPVRDFCIRFLKDSILVSNCVSMRQLGLTHNSNELVE
ATEHFMAVNFNAVTKQAEFKQLNVNDVTAILKLRVSSNEGFILTAVLNWVKHNTEARQQYFQQLFDLVNLKKLSTSFLNT
LVAEDLVKTSQSCLVKIVQQYSGRSMQQKTPTEFIVFGNKTKTKGVQTYNVQTQVWSDLPETRKERIGACGAFFDKKVYA
LGAAWSNSVECLSLKNLNLGWQSLSPMNKNRQFAASVVTDGNICVSGGHNNGGKLKSVELYSIKNDTWGMLPNMNFHRSG
HAMHCVDGILYSVGRVGLVSTERFDPRENKWTLVADMHSTRDGMASAVCQDGIFTLGGLRLRTVERFDPRNNKWLELASM
VHPRAYGAACNLDGNIYIVGGMGSEQSASTVEMYDSAKDAWKVSCTMPSAKACSVVLALG                    
>Cint_ENSCINP00000020104                                                        
MENSFYLKSIPLHVEGHGDKLLKALYDQQRNCQLCDVSLIVENNSFPAHKAVLASYSSYFQALFDRGKQSDDVVSKVCNV
TTIHLSSVSSKTFIPILHFLYTSKLHLFEENIRDVMKTAGKLQIHSIVQACERVIDDKIVLPSIHEIKTLNIPCTNVINE
NSTPSVLFVDLKSEDDDEKSCEAADSTNASFLPSSSDDTEKQKLCGNRTLKKKSNPKKIKFKENASTPENWKLTRSIDNI
STISPTSIFGRIGSQAGRRVGLSQQVSTSTSVDSANKTISSTSDFSIDPLIFEPTNESLGNIFDNDPALIVDDLASESCL
LSNNFTEQSSTSLATPKTTEALQVQSVYSISPKLTKKVKLFNERSPPEMNKNYLLPTSVDKNLVPSFSSSLFNERHTKPS
VYTCKECLKYFTNITDAFHHCYTEHQQSKKSLDISNRLLDTKSHSCQHCGRIFNNKNNLKRHILIKHTADKRFKCSHCGR
RYAIRQSLQYHIKSVHNKSINDITVDSPQTSSLMMENFSSLLAAPTVAHPTSRLKRE                       
>Cint_ENSCINP00000020666                                                        
MKNKPAFICQPLHKHKMATNDEHLIQYKGDHEGRVLTKLNRLRKRKVFTDVTFKLDDGEVSAQKSILAGYSDYYEKMFTS
GFKEGFNEDIEVKGMKASILDLLFTFIYLQVIDISDKTVCQLYEASDYLQFNDVKGYCVSFFNDALAVGNCLSFRSFAQR
YQLLELVEKCDKFIVDHLELVSKELKFMDLSLDEAESLIALKQKQ                                   
>Cint_ENSCINP00000020667                                                        
RVNRVNCDVTFKLKDGEVFAHKGLLAEHSATFKGKFKHEEGNHEVVEVNGIKSSILDLLFTFIYLQVIDISDKTVCQLYE
ASDYLQFNDVKKHCVSFFNDALAVGNCLSFRSFAQRYQLLELVEKCDKFIVDNLELVSKELNFRDLNEVKTFIEIKNQQD
SCQDSIFRTILNWIKHDFKQRQQFIERLFQLIDVKKLSTAFLEEVVEKTEKWMKRSDLYLDILSPEYITRLKFQIPNTVA
AVTKATCMIISGDECEHLVNVYDVNEKSFKICKPTLYERVGSTSVKINNHVYTAGGVDSNIVECLNLNQVDGDWYKVASM
KEQRWRAASAVLNDQMCVTGGMDGGDNILSSVELYNPVVNTWTIIPSMKTKRWQHALVSYNGRLYSFGGENDPFSSNDLN



>Cint_ENSCINP00000020668                                                        
MASKEETVIQYKSNHEGRVLTKLNRLRKVKMFTDVTFKLEDGEVSAHRNVLAAYSDYYEKMFTSGFKEGFNKDIEIKEIK
ASILDLLFTFIYLQVIDISDKTVCQLYEASDYLQFNDVKGFCVSFFNDALAVGNCL                        
>Cint_ENSCINP00000020673                                                        
CDVTFKLKDGEVFAHKGLLAEHSATFKGKFKHEVIQGNHEVVEVNGIKSSILDLLFTFIYLQVIDISDKTVCQLYEASDY
LQFNDVKKHCVSFFNDALAVGNCLSFRSFAQRYQLLELVEKCDKFIVDNLELVSKELNFRDLNEVKTFIEIKNQQDSCQD
SIFRTILNWIKHDFKQRQQFIERLFQLIDVKKLSTAFLEEVVEKSETFILIFSVQNILLVSNFKFRTQWLRLQVSCMKCG
RKVAKQSTCMIIGGFGENKNSVHIYDVNEKSFKICKSTLYERNGSTSVKINNHVYTAGGRGSNFVECLNLNQVDGDWFEV
ASMKNQRWLAASAVLNDQMCVAGGIDDDYNKLSSVELYNPVANTWTNIASMKTERFQHALVSYNGRLYTFGGWNGLNYLN
SMESFDPREGKWESLKPMNNKRHGLCGVVYNDEIYAIGGRGLKSCERYNIRTNTWTKVSSLNHVRYCSCACVVNGKIYVI
GGFDWDDDESKSIEAYDATINEWKIETNTETPRYHASVVAL                                       
>Cint_ENSCINP00000021014                                                        
KRKVFTDVTFKLDDGEVSAQKSILAGYSDYYEKMFTSGFKEGFNEDIEVKGMKASILDLLFTFIYLQVIDISDKTVCQLY
EASDYLQFNDVKGYCVSFFNDALAVGNCLSFRSFAQRYQLLELVEKCDKFIVDHLELVSKELKFMDLSLDEAESLIALKQ
KQDSGQDSIFRTILNWIKHDFKQRQHFIERLFQLIDVKKLSTAFLEEISANDVIFIHSQPCMKGLVQPFMFLISSEYCGI
RTNNFIIVICFVTDQMCVAGGCGGINASSSVELYNPLVNTWTNIVSMQTKRWEHALINNHVYTAGGDDSNFVECLSLIQV
DVGWNEVASMKEQRWHAASAVLNDQMCVAGGWDGYNALSLVELYNPVVNTWTNIAPMQTERWQHALVSYNGRLYSFGGRD
EGFGFNPLNSMESFDPREGKWKSLKSMNKKRSGFCGVVYNDEIYAIGSLFILYINSKLVCGDGLKSVERYNIRTNTWTNV
SSLNHVRYDSCACVVNGKIYVIGGYGDNESKTTIEAYDGTINEWKIETNMEISRRWASVVAL                  
>Cint_ENSCINP00000021363                                                        
MALVDKSISFNGTCSVEEKNHFVNHSYNLLKFANEARQDGRFNDITIHFEKKLIRANKMVLSCYSEYFNAMFNTELDEKY
KDDVEVHGVEPESFEKLVDFMYTGKININTNNVCELLAVCDYLQVLAVKELCIRYLSKMMSPQNCITIQVLADRFTIPQI
TEQFNKCFVTNYQQVVSSKHFKKLSKDDVIKLLQSTHGKVSSDLL                                   
>Cint_ENSCINP00000022235                                                        
MKMSSSKFLSCDGHFDFIMDMLVKQRSNKRYCDVTLVAEGQKYPAHRAILAASSNYFDTMFSSQMKEEFERVIKIKEVTK
VAMEQVITFIYTNKVLLSEENIDEVLHAASLMQVQDLLALVIQFLSNEICPLNCLHYRQLGKLYSLNDLVLECDRCICEN
FDQVSTQQKFFEMDEVEMEKLISSDELVMESEEVVYECMVGWVKHHLQTRKQYFPTLFKHLRLQYVRLDYLSRNIRKEGL
VREFLDCRDLVEDAFYFHVKPDLFEKQKPRKSCYPCKELIFIPNKQQNIASYNMTEKKWSSLQ                 
>Cint_ENSCINP00000022638                                                        
MPGKVGLEHAARLAAHLSMQRELGKYCDVCICVAEKRFLAHKCVLSANSSKLDALILDAIGNNSNSQDIEIEIQGVSPVG
FEKLLEYFYVGEMNLEPHTVMPVWMTAAYLELPDVVSKCNDYCQRSVTCVSSNQPPTEETVKTSDMNNNSSGGMEQGMAT
LSPPNPCISPTAQVSASPKPGSTQHEQGPKYSQMNTVSATTKEDSPGVEQIGVQHSGSASQKVASHEENGIAWTPLQNAT
GETFSQNSGSSNNIQNYQQFHANTTQTWSQPQQTWVTTSYQDQPLQVQLASDSNQPAHTPNNLIVIKEGNGSTPEDGEIQ
IQANDGTFTVPSSGTSMVYTHPSNIQHASIIDVNKLSENNCIGDKGNCENIMLQVERLRIQHQQLQRLQQQQQAQQNADD
LQRTGQPPLLMNYLPQQQQHADEPPRKKSKKKKSSRSKSSDTDLPSDMEMQNYQQSTVTPLPMHTQQNQQMVVNNGLSLD
PTTGLRTVNPPPDFRIVTEAYRKSLYMKHSRIKEENPISATGTVAELLQRGKSRKRKSTEQNALNNTIRLILDMLEIVDS
SDPRVEDALFLIMDRFVSLRENINDPTVRRSLLVKVRHSIHCKKWRVKRQMLKEQEQGGAGVVVKLQHEEEEDNLHG   
>Cint_ENSCINP00000022695                                                        
MAASSPIFRAILDRFSSSEIALTKVDDVAMLELVRFIYTGQCSIDRDNVVSVLRASRRFKIPFVAEQCTNYLDRHCGGFN
NFFSPANVLVAYKMAATYGCPKLREESRKFAISHFWEVAETKAFRELTSLELNRLISSESLKTARSRDPDLEHLFYNAIL
NWLVHAPTSRIPIMTSRVMKFVQFSNLKIGVLNNLVSK                                          
>Cint_ENSCINP00000023099                                                        
MSGSDNDVPCGSSVEELVEDKTSKVMKSEEYPWMMLEQLNKQRMDNLYCDFTICIDDEEYPVHQGILAARSEYFNAMFTS
KLKEGFEKRVEIKESSKQCIERILGFLYSGKIELSVENIEETIRCAALMQIPDLLQVASEYVDSIFNTGNCLHFRGLAKL
HSMDDLVKKADKYLLDHFRDVCRDKSWNELSAEDVEMFISCEDVVVESEEVVYE                          
>Cint_ENSCINP00000023303                                                        
MGSPVSRVIQACPSVEKKRISQKFKPLPNPGNRLYSDNQLWVEILGNLNNMRHSGSMVDLVIVNGEHSYPCHSVVMCARS
KYFHDLVEASVATTNGTICFNSPVHLKVCEIKDNIAVKLLEYIYTGCISIPFQHSKEFVDASVKWGVNDYIEFHEKVSLS
QYYSRRSSSVLFHSVFSDEELRDLSINIQ                                                   
>Cint_ENSCINP00000023304                                                        
MFRVGDRSYMEATEDSVKLFGVDHDTLQVIVDYIYTGKVQFTPENINSIMKAAGWICPESELLKQGSLYLIERVTTQNCF
QTEIFAESYALTQLKEACSDFILKNLSQTKSTLSFTKLSSEYLRSVLSEDRLFAVSEKELFDAVLDWGVSHSAVEVLDLL
SKVIRTSLMEISELEASVEAVMNFGIPSHPTVDFFKDSLRFAHLAPMEERILETGQQHRNCS                  
>Cint_ENSCINP00000023494                                                        
MMKHFNDLRHHKKFVDVIVTSPSKKIRLDCHSLVLSSGSNFFEPILSLGGDAECEFEVTEVKEGVLEALVSFIYTGKVGV
NNHNVSKLMQGSDRMQLSEIIEGCAEYLETTTNAHNCVQHRSIAIDYKCNKLKETAMSCIAEHFSQVSRSTDFLLLSVGG
LIEVMTSNDLHLDAPLCEGEMSVFNAIRRWISHDEENRKTHVDEVMSVVRFPLMNQQKLIDHVISDLLVMESDALCGLVT
RVISQKPFHAFDEPVYMRGNEYIITLGGSSPVSDITSEERGYTAVAYNQHVTVYDATHDRFHELTTLPETRALHCAVACD
QYVFVVGGFDSYSCIVNNVHCFDLASGMWEDMPHLKIKRACFSLHVVSGFLYAVGGLTPNGYTSSVERLDRSRKTWELAA
ALPSTRYRHAGCVYKGEVLVTGGCEKLDSVLSYNPKVNEWKKCKPMNVGRDSHVMAVANDKAFVIGGDGINFSMEYYDGT
NWSLINTEMSCSVKKLYLPGVAVLNDTIYMLGGWKAESNAIGDVRYYDAVNGNFVESSETLPIPLGSASSCTVRFPKNYW
KRKFH                                                                           



>Cint_ENSCINP00000023928                                                        
MRQKIEEIIGQRNIDIIHSAYVVHTLYQQQKLGKYCDLKVLVGDKQYFVHRCVLAAASAQLDSQINGLDTIQLVGVTYYG
FEGLLEILYSGKLKDIACLSDIRFQQIVSAADALNAETVMEYCTRERGDLMNLLMHQSANNAANLQKQNSPKNETEGNAV
ENKDSSYNNSNSNTETDNLNTCSPNTADDMNNKDIAEYRRTNSMSRVQ                                
>Cint_ENSCINP00000025128                                                        
MSADHDDTDSNGESDFEDDDRSDESFKVMKSDEYIGAMLEQLNSQRNDNIYCDFTICVGKKEYPVHQALLATRSEYFKTM
FNSKMKEGLDKRVEIKEISNQCMERILDFLYTGKMKFSLQTVEETIRCAALMQLYGLCLVSKVYNSYASAKIATDTVPIS
KPQYFYYFVKFELTSLNIFII                                                           
>Cint_ENSCINP00000025205                                                        
MQKSSDGCNKWRDCDSISHKHCVKNWRNLVRLWRAQKLCDVVITVKGEPFRCHAIVPASVSPFFRNAFLKKTAMSVPNGL
SCEKEVIVDFMTKEIFSQVLTFMYTADVLVTPATARPLILAAARLEMQGMVNAVLRRILDLEMAEIEDNKNNQPSNMDFR
LKSMIHGRQRYPFNQKVHNAMMDNKNQCPEIECCGELNDDDSQFPEAPGPQHGYKYP                       
>Cint_ENSCINP00000025251                                                        
NDVHTKDAFASMNALRKSNVLCDVILVAGDLEIPVHRLVMASGSPYFMAMFNGMMSESSADRVKLNGIDGKALLQLVDYV
YTAQIQVTEENVQSLLPAASLLELTFVRESCCCFLQSQLHPSNCLGIRQFADIHACSDLLTQARSFTEQHFTDVVRGEEF
HNLSCQQVCELINSDQLSVSSEEMVFEAVIGWVRSDLVSRSQYMPILLEHVRLPLMPSDYLVERVDQESLVKNNDLCKDF
LIEAMKYHLLSPEHRAMMKISRTRPRTPKGMPK                                               
>Cint_ENSCINP00000025258                                                        
IVTSYYRSNVLCDVILVAGDLEIPVHRLVMASGSPYFMAMFNGMMSESSADRVKLNGIDGKALLQLVDYVYTAQIQVTEE
NVQSLLPAASLLELTFVRESCCCFLQSQLHPSNCLGIRQFADIHACSDLLTQARSFTEQHFTDVVRGEEFHNLSCQQVCE
LINSDQLSVSSEEMVFEAVIGWVRSDLVSRSQYMPILLEHVRLPLMPSDYLVERVDQESLVKNNDLCKDFLIEAMKYHLL
SPEHRAMMKISRTRPRTPKGMPKSMLVVGGQAPKAIRSVECYDFKEDRWRQVSEMNSRRCRAGVSVFQVGVSVFQVGVSV
FQLSGGCVCVSAFSGVTTIHYNAQGCVWAVGGFNGSLRVRTVDKYDPMTDCWTAGPSMEARRSTLGAAVLQNMLYAVGGF
DGSSGLNTAEVYDPKTNEWRSIAPMNTRRSSVGVAVLGGLLYAVGGYDGVSRNCLVSVECFSTSSGAWTFVAEMSTRRSG
AGVGVVDGLLYAVGGHDGPLVKKSAEVYNPATNTWSPISDMNMCRRNAGWWCVCNFCGLVVSYLHRNRRIPDTSVASVNG
LLYVVGGDDGSCNLVSVEYYNPRTDTWTLLPTTMSTGRSYAGV                                     
>Cint_ENSCINP00000025741                                                        
MTDKQCIQMHQHSKNMVVQLNRQRLENTDYCDVIIKVEDVHFSAHRSVLAACSPFFDAMFTSKMVEQFKKEVEIKDVKKH
IFNDVINFIYTDQIVLSADNVRDVLHYSSFLQIKDLLDATVEYLTQSICPENWFVIRGLGQLYTLPTLVLQAEKCMLQNF
DESSLHESFLELTATDLDSIIKSEDLVVSSEFVLLLALISWVQKDVKNRQQNFLALLKYVRFQFIPIEYLTKTFRKMA  
>Cint_ENSCINP00000025806                                                        
RNNREYCDVTLVAEGQKFPAHRAILAASSKYFHTMFSSQVKTMLQIEKEIRIKEVTGAMKQVIAFIYTNKVLLSEENIDE
VLHAASLMQVQDLLALVIQYLSDEISPMNCLHYRQLGILYSLNDLISECDRCIWENFDEVSAQEKFLDIDEVEIEKLISS
DELVVESEEVVYECLVGWVKHDLETRKQYFPTLFKHLRLQYVEIDYLSKYIRKEELVREFSDCRDLIENALLFCIKPELI
KKQKPRKRCYPCK                                                                   
>Cint_ENSCINP00000025833                                                        
MGSSASKGRHSGTNVDQKIVSIPHQHSNEHINALVKGLSTLRKTSTLCDVTLSVNETEKGPLNKYNAHRCVLAASSVYFR
EKLGVSAAEFDGEQPPTPESKTTPRNDVTTDDVPIDFPITHKAMETVLQYIYSAVLESDPRDIPNVVEAAVKLGIDSLKR
RCIAEIQSGFQLEYFQRILKLSEQLDLSEL                                                  
>Cint_ENSCINP00000025878                                                        
THNIDHASDLLQFANESRQDGCFNDIIIRVGEKNIPANKMVLSCYSKYFNTMFKSEMKEKYKDAVDVHGVDAESVEKLVD
FMYTGKININTNNVCDLLAVSDFLQILSVRKLCIEYLFTTITQQNCFTIQALANCFTIPQLTEKFNNFIVENYQQVVSGD
HFKKLSKDDVIKLIQSTNNKVSSDLVYTAVINWVKFDLASNESYLSELFKFVDLGEMSPKMLEDVVSVEVLTCLLQYIIN
VRSSQQPALKCNLKNIYFSTNTFVFRILQKSLISLGGKTSLTKVTKFDLETKQWSQLPDLPVGRQVAAAVVIDDVLYHLA
GELQTDGDEIATKIVYRMELKEKVLKWEKIASMNVKRYMFGAAVINGVIFVFGGAEYSPISSGESYIVPLNKWIQLKPMK
IARCGHCLVAHNGFLYSLGGRDREQALCSVERYDPSLDEWKDVAPMQTPRSWFAAVVLNNVIFAIGGHDGKQPLKSVEKY
NVDDNTWVYVGNMNMERSSHAACVAQNKIYVVGGLDSNRKVVKSIECYDDQTDKWSVV                      
>Cint_ENSCINP00000025902                                                        
MACSKLLRSDGHFDAIMDMLSKQQDSGRYCDVTLVAEGHNFPAHRAILAASSKYFDTMFNSQMKEEFEKVIEIKEVTKSA
MEKVITFIYTNKFLFLYENINEVLYAASLMQVQDLLALVIQYLSDKISPMNCLHYRQLGKLYSLNDLVMECDRCICDNFD
QVSTQEKFFETDEVEMEKFVSSGELVMKSEEVVYECIVGWVKHDLETRKQYF                            
>Cint_ENSCINP00000026077                                                        
MPEQVYRNMTRVKHLRAKQRCSDIMKAMNEQRDNKLYCDITLVARGKLFHAHRNILAASSNYFKSKFQSQGSDPFEKMLE
IDGVSRLAMQHVLDFIYTNRVCVSINNVDEILYASWKMEILDLMKLVVQYIKDQLDPTTCLHFRDLGKTYSIDCIVKQAD
HCVRKHFEFVAQQDDFKALTISELNSVLQSHELVVTSEKVVYEALIRWVKYDLES                         
>Cint_ENSCINP00000026211                                                        
KYGDYYTSQPSELLVKLNKFREANVLCDVHFRVDGQQISCHKAVLAAFSKHFENKFTSGEYLDEEIELTGFSAATFLTII
HFVYNQTITISNSNVLQIYEACELMQVNCIRVFCEDFIIEELQVGNCLRFRFFALRYQNRTLAAKCDDFILNNFQFVTNE
NEFKELSVDDA                                                                     
>Cint_ENSCINP00000026213                                                        
MENMNPGSLSLHSLNIVSRVAFNKFRKNGDYTNVVITVGSHDWKCHQCILAASCTSLHLLFQAAQSLDRVIPTVIMPDHF
NEQDIDLWLDVLYLNTLPNNLDSVKRVYTLAAYLKMPTLECICSSHLEKQMKKEEWIEWHSSTLKTIKSLCNLQVRHAGL



NKGTHHINILPPNDKLDSITHQPKTGELQNGQDNEFELEPSIPQTSATNERIKPSLLSCSHCGKLFKRKYDLVVHDRRMH
SNKPFRCPVCPKEYALNRELQIHLRIHKPGFRHQCKHCSMKFISTEGRRKHILQEHKTYACKNIGCKSAFVSQELLDQHP
CMKTKEKKHQCEVCGVTFRLAEYMRRHVSAVHVKEKPFKCTECERHFNRPEQLKLHQITHSKERRYKCDLCGKTFRQPAG
LWKHKRKHNGGYFVCEICGYSCRSNSVLSMHLKSHVSDTHNTCQQCKKTFKNMKSLNRHMKQHSKNT             
>Cint_ENSCINP00000026502                                                        
LSGTSSVKEQTHNIDHASDLLQFANKSRQDGRFNDIIIRVGEKNIPANKMVLSCYSKYFDTMFNTEMEEKYKDVVELQAV
DAESVEKLVDFMYTGKININTNNVCDLLAVSDFLQMLSVKKLCIEYLLTTVTQQNCFTIQALADRFTIPKLTEKFNNFVV
EKYQEVTSGHQFKKLSKDGVIKLLQLTHGKVSPDLVYTAVMNWVKFDLASNESYLSQLFKFVNLSEVSPMMFKDEVSVEV
NNKHILSFITDNNKQIFIFLASCSKTGQSGLEKSLISLGGTESLYKVTKFDLQTKQWSQLPDLPVGRSTAAAVVIDDVLY
HLAGSLQTDGKETATNIVYRMKLKKKVLKWEKVASMNVKRFVFGAAVLNGVIFVFGGADENKIKVSSGEYYVVPLNKWIQ
LKPMKFARSSHCLVAHNDRLYSLGGHDGTQYLSSVERYDPSLDEWKDVASMQTPRRWFAAVVFNNAIYAIGGFLDSGNKV
VKSIECYDDQTDKWSVV                                                               
>Cint_ENSCINP00000026513                                                        
MDSVKFKFVQEVTQYGDKLLKRLDEFRRKNLYYDVRIKTIDDEFVAHKVVLAACGGVFRRNFVDPNTMMIIGDVTEVTFD
CCSIGLSPILNFAYSGILEITAENLIPVFVASGSTEMKEVQDICAGLTMERLGWIIDFDGKQSLCDVTIEESLAKLEKTL
RINLKSFGESPVGVEGEFPCLSHVEETWPELGVVYKLLVDCVKKAKVIDDGNKVNNKPDEVVTVDTTPTKKEFATQDTKQ
EPEKTEVKEPKLPATQESTSTENSKSTTEITKDETIKESTKEATKELEDPKTPAKEDPKTPAKEDPKTPANEDPKTPANE
DPKLPAKPPNINGNQPDGRPKLKPRTISIVDPEEPKTQQSPKVTKRKPTAPKPPIEASPVSNRTKRGSQHKPTQALPSPP
TRPPKPSPKVPPPRPKPPSIKKNKPKPTIYDDKLNPFSLDETDSNENDKDKKTSSTENNPFE                  
>Cint_ENSCINP00000026547                                                        
MEKSAVIVTLAQEQPTDYIPEHCDVQPQYVYESNIHSNNVLATLNEQRRSGLLCDMTVIVEGVELQAHKAVLAACSSYFN
GIITDPANVSHNIVLELSSISRLGMESLLEFAYTSKLTVSRGNINHVLAAARELDVKNLEYSCLNLL             
>Cint_ENSCINP00000026571                                                        
LSFANKSRQDGRFNDIIIRVGEKNIRANKMVLSCYSKYFNTMFNTEMEEKYKDVVDVQAVDVESAEKLVDFMYTGKININ
TNNVCDLLAVSDFLHIPSVRKLCIEYLLTTITLQNCFTIQALADYFTIPQITEKFNNFVVENYQQVVSGDHFKKLSKDNV
MKLLQSTHDKVSPDLVYTAVMNWLKFDLASNESYLSELLKFVEFYEMTPKMLKEVSFEDCFKLALIKILFKVRHKCLFPN
INHSLEKSLISLGGTETLTKVTKFDLQTKQWSQLPSLPIGRDAAAAVVIDDVLYHLAGRLQTDGKNTTTNIVHRMKLKEK
VLKWEKVASMNVARLVFGAAVLNGVIFVFGGTDENNKSVSTGESYVVPLNKWIQLKPMKVVRSGHCLVAHNGYLYSLGGH
DGQQVISSVERYDPSSDEWKDVASMQTPRRWFAAVVLNNAIYSIGGHDGKQALKSVEKYNVDDDTWVYVENMNIERYGHA
ACVAQNKIYVVGGLDSGKKNVKSIECYDGQTDKWSVVG                                          
>Cint_ENSCINP00000026681                                                        
QEKEVLGKMKMSGMSQMLNHREASHAQDSFARLNKLRREGILCDLTILVQGHKFKAHKTVMAACSDYFLNAVCGGKSTAS
VTVSPAGHMTIEMQYVTMRGFAPLLEYAYSSELRANASDVIDVLSAASYMQMFNVRFFLCYTNVLGQFQ           
>Cint_ENSCINP00000027050                                                        
QRMNNLYCDFTICIDDEEYPVHQGILAARSEYFNAMFTSKLKEGFEKRVEIKESSKQCVERILGFLYSGKIELSVGNIEE
TIRCAALMQIPDLLQVAADYVHSIFNAENCIHFRGLAKLHSMDDLVKKADKYVLVHFRDVCLDGSWNELSAEDVEMFISS
EDVVVESEEVVYECMVGWVKHDLPSRKQYFPTLFRNIRFQNLSTQFI                                 
>Cint_ENSCINP00000027152                                                        
MAMAAAETSFSINGTCSVEEQTHNIDHSSDLLQFANEARQDGCFNDIIVRVGEKNIPANKMVLSCYSKYFNTMFNTEMEE
KYKDVVEVHGVDAKSVEKLVDFMYTGKININTNNVCDLLAVSDFLQMPSVRKLCIEYLSTTVSLENCFTIQALADRYTIP
KLTEKFNNFVVENYQEVVSGDQFKKLSKNYVIKLLQSTHDKVSSDLVYTAVMNWVKFDLNSNESSLSEVI          
>Cint_ENSCINP00000027212                                                        
MNLMREQSLLTDVTITAEDREFECHRVVLASSCPYFKAMFTYDLRESTERKVTLHGIEATSFAQILNFAYTGTCMLSKQN
AADIFVASDLFGILSLRNAAENFLKKCVDFSNCLQILRLSSMYSCPEVTKIAKEFARQNFIDVTQQNEFLQLTIDDVIDY
LNDDDINVAREDLVFDAAIRWLRHQPNPTNLTQRVLESVRLPFVRPEYLKIQSTMEVLLNDNAQCLQKISEAISYHHSDS
NCGTFLNKQRKPRKRTSREVVMVFGGETRAGSTHEASNDVSYYDPMTSRWDSISILPGAVSAEAFSVVSLGYEIYLTGGT
VNGKATNKVTVFYTYLNKWVKLSNMLVPRYHHTCTAIGDMIYAVGGTNGSRCLDDVERYRSDVDKWEKIEKLVHAIKCPA
VATHKEKLYVFGGFTDSYVISQSIQVYTIPDKTWTIISSSMIDYTCAHAAPINSKIFLLGGGSKIVKIYDTETDQVSRVS
DMLEKRDNCGVTVVGGKIFVTGGVSESSGPSLMTSECYCPLRNKWERIPEMPRPLHRHGSVSMRIPIYQRTDRVSPRTPR
TMTSSEEVTSPGIT                                                                  
>Cint_ENSCINP00000027232                                                        
HSSDLLQFANEARQDGCFNDIIIRVGEKNIPANKMVLSCYSKYFNTMFNTEMEEKYKDVVEVHGVDAKSVEKLVDFMYTG
KININTNNVCDLLAVSDFLQMPSVRKLCIEYLSTTVSPQNCFTIQALADRYTISKLTEKFNNFVVENYQEVVSGDQFRKL
SKDDVIKLLQSTHGKVVSSDLVYTAVINWVKFDLSSNESYLSEVIKFVDFHELSPKMLEDVVSAEPLIKKHGDLGYSLFD
ALQHGFVPKNNLIYQLVVMTRQPLSSMMFCGDDGKQCLKSVEKYNADDDTWVYVGNMNTEISFHAACVAQNKIYVVGGYH
CSINSNGKVMESIECYDDQTDKWSKLASMNVKRWGLSAAVLNGHLYSLGGYESGYLCSMERYDPFLDEWNDVAPMQTPRY
GFAAVVLNNAIYAIGGYDGKQCLKSVEKYNVDDDTWVYVGNMNIERYCHAACVAQNKIFVVGGLGHSVVAHNGSLCSMER
YDPFLDEWKDVAPMRTPRYGFAAVVLNNAIYSIGGHDGKQCLKSVEKYNVDDDTWVYVGNMNIERYCHAACVAQ      
>Cint_ENSCINP00000027294                                                        
SVEEKNHFVNHSYNLLKFANESRQDGRFNDITIHFKKKLIRANKMVLSCYSEYFNAMFNTELDEKYKDDVEVHGVEAESF
EKLVDFMYTGKININTNNVCELLAVSDYLQVLGESIFLILYLSKMMSPQNCITIQVLADRFTIPQITEQFNKCFVTNYQQ
VVSSKHFKKLSKDDVIKLLQSTHGKVSSDLLYKAVMNWVKLDLASNENYLSEIIKFVDFYQMSPKMLQNEVSVEPLIRKL



GDLSYPLFDAVLQQSKNTGTVNKSLISLSGTNILTKVTKFDLRTKQWSQLPDLPVGQDKAAAVVIDDVLYYLGGDAMRNG
RCTTNIVHRLKLKGKILKWEKVAPMNVKRWGFSAAVLNGTIFVFGGADDRLAKVLSGEYYVVSLNKWIKLKPMKIARHGH
SIVAHNGHLYSLGGHSGKQITSSVERYDPLLDEWKDVAPMQTPRGWFAAVVLNNAIYAIGGYDGNESLSSVEKYNLSNDT
WVYAKDMKIEKNRHSACVAQNKIYVVGGVNSNGKVVKSIEYYDDQTDKWSVV                            
>Cint_ENSCINP00000027315                                                        
INGTCSVEEQTHNIDHSSDLLQFANESRQDGCFNDIIVRVGEKNIPANKMVLSCYSKYFNTMFNTEMVEKYKDVVEVHGV
NAESVEKLVDFMYTGKININTNNVCDLLAVSDFLQMPSIRKLCIEYLLTTVSPQNCFTIQALADRFTIPKLTEKFNNFVL
ENYQQVVSGDQVKKLSKNYVIKLLQLTHDKVSSDLVYTTVMNWVKFDLSSNESYLSEVIKFVDFYKLSSNMLKDVVSVEP
LIRKVGDLVDSLFDALVQYSKKTAIFFNQSKVNTFYYLGIFLITLGGANSLTKVTKLDLQTKQWSQLPDLPVGRDNAAAV
VIDDVLYYLGGDLRTDGKATATNIVHRMKLKEKVLIWEKIASMNDKRLGFGAAVLNGTIFVFGGPVDNYRSLLSGECYVV
SLNKWIQLKPMKISRRGHSVVAHNGHLYSLGGRHGQQYLSSVACYDPISDEWKDVAPMQTQRGWFAAVVLNNAIYAIGGY
DGKRRLKSVEKYNVDDDTWVYVGNMNIERDLHAACVAQNKIYVVGGLDSKNALKSIECYDDQTDKWNVI           
>Cint_ENSCINP00000027341                                                        
MAASIKLTSNKHFEFVMERLGRQRLNEQYCDVTLVVEDQNFPAHRAILAASSKYFD                        
>Cint_ENSCINP00000027404                                                        
HQSELHIDDINQEWLLMWGAKDLRDAGHLVDVTLIAEGKKLKPCHRVVLAASSPYFRAMFSNNMMEQNLDEVELQNVEFS
SINAIVDYLYTSKIVINDDNVQSIFTCCSMLQVLGLHGKCKRYIISRLSIYNCIDVYCFAKSLGSIELQIESFRFIASRF
CDFVKTKDFVELDKESLVDIISSDDLLVEKEETVYEAALRWLSHDVQNRSFMISEILSYIRMPLLCHDYMNECIVKEDAL
MNEPRLKEQVHATAMYKSIKTMWDQSEKRKLSTTKEDVKSNSNCTSEVRIPLTTRLRSGMKTETVLLFSNGKNTFLFDPI
KNKYYHGDSSSSDAAGLKSRSDRLMPVMKNAEIFATRNGTVYLLGGLEIDKEGSSSALRCKMFVFDLKRLQWSQRASYKS
PRCMMGIAELAGSLFVTGGKQLSIGCGVSTVSKYNYDDDVWTDFTPMPLQLYGHGCASLVDRIYIFGGKTTEKKLSTDVY
FLVNGSNAWCRAPSLIVPRFLAGCTTLISEHGGKQTETIYIVGGVGDVGLLKSIEVLRQYNTISWNMFGEFPSGRCAQTV
TIVGGKICVVGG                                                                    
>Cint_ENSCINP00000027741                                                        
MSSSKHISCDGHFDFLMNMLVKQRNSGDYCDVTLVAEGQKFPAHRAILAASSKYFDTMFKSQMKEKFEKEIKIKEVAKIA
MEQVIAFIYTNKVLLSEENIDEVLHAALLMQVQDLLALVIKYLSDEISPMNCLHYHQLGKLYSLSDLVSECDPCIRNNFD
QVSSKEELLGIDEVEMEKLISSDEL                                                       
>Cint_ENSCINP00000028540                                                        
TPTTTTTTTTIHDKPPGRNIFMHNMWPLLSLLPPCLLEKINLVFTFGQSATEVIFTTLDEKVYSLGTNTSGCLGVGDNSS
SLEPRLLESFSGQKIISLSAGSGPHVLVLTQDGGVYSWGHNSYMQLGNGGTSPGTSPSLLSRNISNKVVQIACGSHHSMA
LTTEGEVYTWGYNNCGQIGSGSTANQGSPRKVTACIGNKRIIDITCGQTTSLCVTDSGEVYSWGYNGNGQLGVGNNVNQT
NPCRVAALQGVVIAQVVCGYAHALALTDNGVVFGWGANSYGQLGSGNKANTCTPLQVATRIGRVVCLAATHYSHSSAARN
QSGHIYMWGQLRQQATPEPKPTNFTDLNAVFAGFSSPPVSWRAMIVTSEVEPSVQQSVSRAFNDETSADLKILVEGKHIL
VHKSILKIRCEYFKRMFQSHWDENNQDVIEITGYNYPVVYSFLRWLYTDQVELPTEDIIGSMDKHQCQKLIKESIVVENA
ALLYAAAIKYNAKELQDFCFQFCLNHMTKVVQTESFKLLDKEVLYELVLEASKHGAFKR                     
>Cint_ENSCINP00000028655                                                        
MAKPNPRPMSDLFHKKTEKEYQQLCDNFYTELTASLTEYLEENMDKTDNVVGTIRSVTYDNVDVKSIIKSQETWESNESQ
SEILSNYSDVANHRSILADCLIQLLLNGFHYDLKIRVKSETFLAHKSVLYCRSSYFQAMLRNDHGGWVETESKVISLEGV
SVENFAILLLFIYGALVDLSEFTFDELISLASDADMYATMFVMNAVEFYVK                             
>Cint_ENSCINP00000028671                                                        
MEEKYKDVVEVHGVDGKSVEKLVDFMYTGKININTNNVCDLLAVSDFLQMPSVRKLCIEYLSTTVSPQNCFTIQALADRY
TISKLTEKFNNFVVENYQEVVSGDQFRKLSKDDVIKLLQSTHGKVVSSDLVYTAVINWVKFDLSSNESYLSEVIKFVDFH
ELSPEMLEDVVSVEPLIRKHGDLGYSLFDALVHHSKKTGKFPLISRLTLQMFIINVNCTIFVFDGYDNNYGSLSSGESYV
VSLNKWIKLKPMKIARLGHSVVAHNGHLYSLGGCWPEYLCSMERYDPFLDEWKDVAPMQTPRYGFAAVVLNNAIYSIEKS
LISLGGAKTLTKVTKFNIQTKQWIQLPDLPVGRDDAAAVVIDDVLYYLAGDLRTDGKATPTNIVHRMKLKERVLKWEKLA
SMNVKRLGLSAAVLNGTIFVFGGSDVNYESLSSGESYVVSLNKWVKLKPMKIARDGHCIVAHNGHLYSLGGCGSKYLCSM
ERYDPFLDEWNDVAPMQTPRYGFAAVVL                                                    
>Cint_ENSCINP00000028949                                                        
RNNREYCDVTLVAEGQKFPAHRAILAASSKYFHTMFSSQMKEKFEKEIRIKEVTKVAMKQVIAFIYTNKVLLSEENIDEV
LHAASLMQVQDLLALVIKYLSDEISPMNCLHYHQLGKLYSLSDLVSECDPCIRNNFDQVSSKEELLGIDEVEMEKLISSD
ELVVESEEVVYECLVGWVKHDLHTRKQYFPTLFKHLRLQYVGVDYLSKNIRKEELVREFLDCRDLVEDSFYFHIKPDM  
>Cint_ENSCINP00000029056                                                        
MSGSDNVVPCESSGEELVEDKTSKVMKSEEYPWVMLEQLNKQRMNNLYCDFTICIDDEEYPVHQGILAARSEYFNAMFTS
KLKEGFEKRVEIKESSKQCIERILGFLYSGKIELSVENIEETIRCAALMQIPDLLQVASEYVDSIFNAENCIHFRGLAKL
LYMDDLVKKADKYLLVHFRDVCRDESWNELSAEDVEMFISSEDVVVESEEVVYE                          
>Cint_ENSCINP00000029057                                                        
MSGSDNVVPCGSSGEELVEDKTSKVMKSEEYPWMMLEQLNKQRMNNLYCDFTICIDDEEYPVHQGILAARSEYFNAMFTS
KLKEGFEKRVEIKETSKQCIERILGFLYSGKIELSVENIEETIRCAALMQIPDLLQVASEYVDSIFNAGNCIRFRGLGKL
LYMDDLVKKADKYLLVHFRDVCRDKSWNELSAEDVEMFISSEDVVVESEEVVYE                          
>Cint_ENSCINP00000029159                                                        
MANHGVNAVAPLEQAVPPLNVADLHPVVGAQPLYNWQATKGTLKDRFRFLFNNQLRSDVLFVVGRGVSSQRIPAHRFVLS
VGSAVFDAMFNSILATQSNEVELPDVEPAAFLTLLRFLYTDEVNIGPETVMTTLYTAKKYAVPALEGHCVDFLKKNLSSD



NAFMLLSQARLFDEPQLATLCLDCID                                                      
>Cint_ENSCINP00000029436                                                        
MKMSSSKFLSCDGHFDFIMDMLVKQRTNRRYCDVTLVAEGQKFPAHRAILAASSKYFDTMFSSQMKEEFERVIKIKEVTK
VAMEQVITFIYTNKILLSEENIDEVLHAASLMQVQGVLSLVIQFLSDEICLLNCLHYRQLGKLYSLNDLVLECDRCICEN
FDQVSTQQKFFEMDEVEMEKLISSDELVMESEEVVYECMVGWVKHHLQTRKQYFPTLFKHLRLQYVRLDYLSRNIRKEGL
VREYLDCRDLVEDAFHFHVKPDLFEKQKPRKSCYPCKELIFIPNKQQNIASYNMTEKRWSSLQ                 
>Cint_ENSCINP00000029472                                                        
MLNAVACKMALSKQDSSMSLMQKALYQQHLDRRFCDLIVKINDEVFHMHSCVIAAACPKLHDVLQERNNFHSEPLNQDLK
YFQQESFTPTCFSFLLTFMYTGNLQWENMKSEDIQDAFIAAQWCGFDKITDECRKLMTECDGTHKDAIELCENGESEEGI
GDTPTTTTTMVVLAKDDDEEMQQVVPYCSNDDIGAVGSVKKLAGMCYED                               
>Skow_XP_002742275                                                              
MAAADDNLWYSSSPNGSSFYDNSFIESQSKNVNVKKNHHAIELLAAMKDMKDESDLIDLNIQVGNRIVKCHKALLVAGSP
YYDDNISGEVNQETLGVVEKVLGSDIVHHIINYIYTGSLLITKDNASNLLQACYQHNIFRGKAVESAVSDFLARQTLNTC
KNIEESEYKFDEFHFASEILKILNQQRSDEMLTDIVIAVGDQEFPCHKFVLAATSAYFKAMFSSKMRETYEGTVSLEGLH
PSIMKILVNFTYTGKLTINCENVQEILRTACYLQHQSAMAACTEFVKDELHPSNCLGILQFAITVGCQQLCETAMAYSLH
HFVDLQKFEEFKETTFQIICQLIDDDDLNVPKEEDVYTAVMMWIEYDSENRQYFLSELLKRIRLTLVDASFMEQIENDPL
ILGCPCAIQIVNKIKNLRHALHKGEKVRDRRMKLRFSMKTEILVTVCGFTDNQQWVRNVRYYNPDNGLWNELAPFPGRNQ
RFQCVAVDNDIYVIGGQADHHAAHLSETLSDVWKYSSITDTWTQVTSLNKPRHGHGAAVLNGKIYVVGGKIGWSKKFNDV
ERYDPQLNIWTTIGRIKGHFVEKPTAVAHDGKLYVTGGSRLDAGINIPYVDCYNPEINSWIRIAVMPLPLCEHGCVTIHK
YIPNFHGD                                                                        
>Skow_XP_002741594                                                              
MLSFRNQESDDRVEKKISVAACNVFRELRQNRQLCDIVIQVEGQEFPAHRNILSACSPYFRALFTNGMNETLLKTVKIPG
VSIRTMDQIIDYAYTREVVITESNVVDLVVAADQFHCLGIVEKCADFLADRLSSDNCIGIRRFAQSYYIPSLEESAKQYL
LKHFDTVSLNFDKDEFLELTCDELCEYISDDDLNVKLEETVFEAVIRWIDFDPENRIKHQYSLLSRIRLGLINPDYFISK
VKCHKYIQDNEECKPLIIDTMKYLYDLSVHDQHYQNPLARPRVPYDVLYAVGGWSGGNPTNVVESYDTRADRWRMVDSTD
NSPRAYHSVAVLNHFIYVIGGFDGNEYFNSCRCFDPVKRVWKEIAPMNTRRCYVSVTVCGRNIYAMGGFDGHTRTKSAER
YTQETNQWSLIPNMNHHRSDACATALLDKVYICGGFNGQECLNTAESFDPMTDTWTNIPNMRSRRSGVGVVAYNGCVYAV
GGFNGLSRLNTAERYSPMTNQWTTVQTMYVHRSNFGIAQLDEMIFVIGGFNGVTTIFNVECYDEKTNEWYDASDMTVFRS
ALSCAVVHGLPNRREYTWPRVSLDEDVASLSSHTVSDIGPATPRRMSAGTHRARSGNPRAAVVDQRMDSPEHSEADDEET
DTGSDSGMDEDADDEDENRGPESGNDSMDNNGFALVHMA                                         
>Skow_XP_002741534                                                              
MNSHPGNNLVFDDDTQWASSMAQLNAMRKNKQFCDVLLSCDKQEIPAHRAILACCSSYLFELFNSEGDVGNTPILNVSVS
DNLTPTAVETLVNYAYTSRLDISPDQVFDVYAAARLFRMNRIKKVCTDYLVDHLNNYSCIGLYTFAARLKDTKLLRETEL
YIQKNIIDVALNQQFLLLPRLQVEIVCTDDFEMNDKQMFDKVLDWAKDCVISGCKLRDLTEETHALFLSSDNTLVDIHDL
DYDSDSEIIQEYRQQNNKRQTTPHKRKNTNSSNSNNNGSARQLIMTSGERNKKSQCEDWRVIAASQTSDNKTTYIALATV
NNKLVAISLHQKLPDSASKSPRLLRSLSIESQGSWTMLEPMKFARCALGAAELDGKLVAAGAAVLNDKLYLAGGSRGPIG
LKSCEVYTPETDSWSTISDLNVGRSQVGLCSLNDKVYAVGGAESWNVLNSVEVYDPTENEWSLIVPMNHCRRGAGVTKCK
GKLYAVGGSDGTSSLASVECYDPKVDRWNQIASMSTPRANVGIAVVDGHIYAVGGFDGKNFLNTIEFYDPENNKWQQFVP
RNGVNSRPDSPI                                                                    
>Skow_XP_002741193                                                              
MAASSCSKGTCMSPQKNMFSNSHAKDILTTMNNLRKNGTLCDVVLSVEKTEFPAHRIVLAACSDYFCAMFTNEMSESQKQ
SIEIQGLTANTMEVLLDFVYTETVNVTVENVQELLPAACLLQLKGVKRACSEFLENQLDPTNCLGIKKFAETHSCADLLQ
AAENFSFKYFSDVVQQEEFMAISKEEVQALIESNDVQLVTEEPVFAAVLSWVKHDDEKRSQYLPELLGYVRLPLLSPKYL
TDVVDMEPLIKTSLECRDLVDEAKRFHLRPECRAEMKGPRTKHRTGSDERLVVVGGFGTQQSPVANVEEFNPKKQMWRFL
PNLTKKRRYVAVASLGDKLYIIGGFDGMSRLNTVEYLDYTMEDLGWSAIAPMNVRRGLAGVAVLGEMIYVAGGFDGIIRH
RSLERYDPHIDQWNVLAEMETGREGAGLVPANGMLYCIGGYDGVNILKSVEKFDPNTNQWVSAGSMSTRRSGAGVALLND
MIYVVGGYDGSSHLSSVECYNPRTDTWTLVTSMTIPRCYVGATVLKGKLYAVAGYDGNSLLNSVECYDPMLDVWEVMPPM
TVQRCDAGVTVMRKK                                                                 
>Skow_XP_002741110                                                              
MEDNSDGECFRSVSHAEKTFKKMEDYLHNKQLTDVILVAGDMKIPAHRLVLSAVSDYFAAMFTNDVREAREEEIELHGVD
PEALRSLIKYSYTGRLDLKEETVESLLSTACILQLSEVVEACCGFLMKQLHPSNCLGIRSFADTQGCSNLLKVANNYTTE
HFVEVTQNQEFHILSVEEVCELFSSDDLNISSEEMMYYAMLTWVNHDLSSRKKDLAKLMQHVRLPLLTPQFLSDHVDTNV
LFKGDDQCQRLIVEALKYHLLPERRASLQCQRTKPRKSTVGSLYAVGGMDNTKGATSIEKYDLRTNSWTQVANMCGRRLQ
FGVAVLDDKLYVVGGRDGLKTLNTVECYNPKTKSWTMMPAMSTHRHGLGVGVLEGPMYAVGGHDGWSYLATVERWDPQSR
QWSFVSPMSMPRSTVGVTVMNGKLYAVGGRDGSSCLRSVESYDPHTNKWSTCAPMSKRRGGVGVTVCNGCLYAIGGHDAP
ASQQTSRQFDCVERYDPRSDTWTTVAAMNICRDAVGVAVLGDKLYAIGGYDGSTYLNAVECYDSQTNEWTMMAPLCTGRA
GACVVQVPDLTSHHHQVHI                                                             
>Skow_XP_002741092                                                              
MFALKSNLEKERLAAPIAAEEKEFDDDSLSSNEFTAQSMYGDSFSVLCELFEAQQLCDIHLRIGKKSIKCHRIILASASP
YFRAMLTLEMSESKQDVITIRDIDEQAMHALVKFMYTSKIKLTTENVQPLLYASSILQMETVARACCEFMKNHLHPSNVL
GVRNFAELHGRSALVKAADKYTYDNFIEVTECDEYLHISARHLGLLLTSSDLKVTNEEEVYNASIKWVSYIPEKRQKHLP
DLMSKIRLPMLSPEFLMNVVEKEDMIKKNHTCRDYVDEAKNYHLSVASVHPKTTPQHRFSLRSKPRKSTAGVLFTVGGRG



NLGDPFRSIECYDLREDKWFHITEMSSRRRHVGCTSVNGKVYAVGGHDGREHLNTMEMFDPVKNIWTILSPMKTYRRGCA
VTHLNGPIYAIGGLDEGGCYSDVERYDVTSDEWDFVAPMNCPRGGVGVVPLLNCIFAIGGNDGATSLNTCEKYDPHINKW
IEVAKMTTRRAGAGMATMNGLIYAVGGFDDNSPLDTVECYDPQSNTWSSVPRMASARGGVGVTALGGKIYAVGGHDGSSY
LNSVECFDPVSSRWETVSPISICRAGAGVVTCECSVSELKMMGQGINVVSCV                            
>Skow_XP_002741014                                                              
MAEAAEIEKLQRHLDLLRQEYVKLQNKLAQVEQKYSISAAASGNLEEDSFVSRLLKTVADLFDRELYSDLTVKLEGHVLK
AHKFVLAARSDAWGVPDLANVQSLDFTDIPYDVGVCLMKWVYTDQADMKSDDTFVLQLLKAASRYKLDGLRDRCEKALMS
SVNVRNCIKFYATADEIQANVLREYCSEIISNHWYKMFKAKTEYPLHTAIRHKREDVVFLYLMEYDSQLPAKLNIIDDHE
DLPLDLALSTKQESIAQELVKHKVDVDMTDNQGQCLLHKAVRRGDEFAACFLVKNGAKSNSASHREKETALHIVGSYNPG
IAEGDVIDGMARVAALLLQYGANPNMQDNNGRTPLHRAVSARNDAVFTLLLGYKQLDLELRSNEGDVVLWLALDNTTGDQ
QYDDNSFAARLITRGSSPDAIHAQTGDSLLHLASRARNEEAALFLVEHNAKVGHANLQGETPLHTAAHYGLAQLTSQLLM
KGANPNAQTKFDVTKPISRFDKDNTAAEASQQTPLHIAIVNKHTDVVAVFLEHRANAMHSNNSLQIIPDLNLVNSQEQTV
LGLALWMGLHEIAAQLLAGGANINHTMSDGMTLLHQAIMKQDAASALFLLEHQADINIKTKENETPLQVAIKRHLPVVVD
ALCVRGANMNVIDENGNPPLWIALESGQEDVASTLVRHGCDTNAWGRGPSNCQQTLLHRAIDENNEAVSCFLIRSLCDVN
TSRRPGPNGEGGEESRDGQGPLHLSCQWGLEQVVQSLIEMNADVNAKDNEGHTPIHIAISNQHDTLIRLLMSHPLLDLTL
RDKNGQTPFAAAMTSKNNKAAQLILDREPGAAEQLDNKGRNFLHIAVMNADIESVLFLISVHANVNSRVQDASRLSPLHM
AIQTGNEMIVRNLLLAGASITDLNNHKQTCLHIAAIHDHPAICSILIENHVDVDALDDNMNNALHVAVQHGNIHCIRVLL
TESQINAEAVNLRGQTPMHVLGQYGKDNAASIFDLFMECMHEYPVDRPDAEGNTVLLLAYQQGNANLCRAIVRSGACLGP
VNKQGVSIFNAQVATKQLLFRMLDMLSAEPRWSDDECCQECMTKFGIKTRKHHCRHCGRIVCAKCSAKMMPIIKYDLNKP
VRVCDMCFDVLTLGGSP                                                               
>Skow_XP_002740989                                                              
MAECLPPPQPCNGNKYKYQSTQDGAFIFRIEQHHSEAFQVMNELRYNKHLCDVTIQVEDKEFYAHKVVLASSSSYFRAMF
TSGFGECKKNKIEIKETHPCVFALLVDFAYTSTILVNEWNVLKLLTTAIMFQMNHVVNACCQFLEHQLDPSNCIGIAGFS
KEYSLVELHETSMAFICKNFREVSKTEEFMNLNLFQLVKLVSQDRLNVMCESEVYNACLQWIKHDECGRRTCFNKLLGGG
IRCSQLTPNFLKKQLQHCNILKCEPKCKDYLAKIFQDLTLHKKMGEKGRIPPSHCVIYSAGGYLRHSLSNMECYYPESNS
WIRLADLPEPRSGLSAVTIHGTFFAVGGRNNSPDGNMDSNSLDAYDPITNTWKICQPMNFPRNRVGVGVIDGLLYAVGGS
QGCRHHNTVERYDPKENTWTQVASMHTSRIGVGCAVANRLLYAIGGYDGTNRLKCVECYYPETDEWKCMASMNTTRSGAG
VAAIDNQIYAVGGYDGTSQLNSVERYDIENNTWCYVASMNSRRSALSVAVLYGKLFALGGYDGSDFLATVEVYDAAADSW
NILSQMSTGRSGAGVAVGMEPCLNR                                                       
>Skow_XP_002740966                                                              
MDDPNQAGGGEMFPDAGGSGNETKRTTVQDEVVSSTDMDQYRVLQLQRHAVSMLSFMHGLRERAELCDVTLSVKGKCFPA
HRIVLAACSPYFNAMFTSEVREKGETVIVLQDLEPNAVEAIINFAYTADVHVSEDNVQALLKASSLLQLQTVQTACCEFL
ESQLDPSNCLGIRKFAELHGCFDLQTAADTYTQQHFSKVAQNEEFLQLSCDDLIGLIHRDTLNVKSEEEVYSAVVLWIKH
EHESRLEELPTILEHVRLPLVTWEFLTTKVADDNLVTGSKICMKYYNEAKRFLASSFHPQLQGELNVRSLPRGETAPGRC
TISSVERYNPLIDRWTSVTPMRSIRRGVGLATLQNVLYAVGGSDGLNALNCVECFDPQTDCWRMVAPLLAHRSSVAVVTF
QNHLYAFGGYDGMTSVQTAESYNPSVNEWTLLPDMNTPRSMAGVVSLGNHIYVIGGYDGANDLITVEKYNPVVDINVIKS
NLTHKFTSHWKEEIHSDIREKSERKNKLRTYRTFKFNISMESYLINIKNIDLSLAKFRLSDHALKIETGRHNCTPLSNRS
KEWSSVSPMLTCRSMLGAAVLNNKIYVAGGCERALCLASVEVYDPTSDTWSLACPMNRPRNGVGVAAVGNRLYALGGYDG
MDYLNTVEVYNVVKDQWTEVASMETCRRRFGCCS                                              
>Skow_XP_002740860                                                              
MFNFKCRNLPGPSSPIVLGLSSSSPLPELKSDELSPGLRTVAMRRQADFMLAMNAMRKNKQLCDVQLILEGKPISAHRVV
LSACSAFFHAMFTSKYTESKTAEVELKEVDLATMELLVEFAYTGDVDLTSENVQAIMSAANRFQITQVKNQCADFLRQEL
SPENCLGIRDFANFLNCTELYSEAVKFSYESFTDVSKCEEFLDLSMEQVTEYLSKDELVVRCEDEVFDAAVNWIKHRKDK
RMQLRTEIFAKIRFPLITRNYLSTVVEEDETMQDDTVCLKMLVNGMKHHLLDRTDRDKITATPVKPRAKKFDWQIAVFGG
SESDTCQFFNTHSRAWKSIPSMPEKRRDHAVACIDNIVYIVGGSYLFPLTRVDCYNVATKTYFSLAEKFESARDCLAACA
CKGLLYITGGSQSHGSTALKATDCYDPKLKTWTSRQPMFYARFDHAMVEYNGWLYVCGGGSGGGCNGRPLKSCEKFYSGP
NLLMNNRWAEIAPMQVPRRGLGLAVTNGLIYAIGGYDEHGTHDSVECYDPKLNSWKMVAKLPWKLRNIKCAVINNDVFII
AAHRDVGRLGQVLEYKTKEDRWIFHYNTRAFPVCNIGVTIVDACAVE                                 
>Skow_XP_002740844                                                              
MDLTEDAHNANSVVCIGELELYSEHLLHGLNELRQREELCDVVLRIGDTKIRAHRAVLASCSPYFKAMFTGNMCEREKEE
IEFKSIDESAMKLLVDFAYTGKVHVSQVTVQSLLPAADLLQLKSVTKKCCDFLEGQLHPNNCIGIAKFAETHACCGLYRK
AYTYIFQHFEDVIETIEFCQLEGSEVAELLSSDDLNVKSEKSVFHALKTWIKYDINKRRCYLSRLLPSVRLPLLTVKFLT
QSYEADQLIRDDYTCQELVNKALKYHLVAEERLRVSPQMERSIRPRREPKVICAVGGKNGLFATLDSLEVYLPQNDSWTE
VAPLSCRRYECVCAVLDRKLYVIGGMKCIVRGGTSIRHHDNSVDRWNADSDTWTNIGGMIKCRSNLAVAVLEGELYALGG
YNGETYLRSVEKFCPRTMQWRLVAPMLKSRSCFAAAVLDGMIYAVGGYGPTYLNSVERYDPSHDRWEMVAPMVEKRINFG
VGVSRGFLYVVGGHNGVSHLSSVERYDPHRNEWVLVAPMDKPRTGLGVAVLDHKLYVVGGHSGSSYLNIVQCYNPISEKW
STVNSMSTCRCNFGLAAL                                                              
>Skow_XP_002740639                                                              
MDTNSHSGGSSGASFNSHYSSKSTRENSPHLAPLEWEHSRHGSFDTLNTSIPDEMEFIDKYYKIVELEKTPWTDVHVKNV
LQSGSKSRQLSRKVPYVVVQRISYLLQRPLVRIARETQRLCSTYGKCTKHEIHTAIKLILSRSLAESCLAASVKALSNFQ
MNPDHFRIGKKTRSGLIFPVGKFHRWLVDTHVSSRVNDHAAVYLTACMEGLAEEMFFRAFHGNIDELDEELTVEMLDFGI
SNDPDLWGISQTCEHLICGRNANGILSLTSSPLSGNSSTRSSSSGSDYSNQSRGYGRKCEIKTNGSLEVSKHLEQNLLAT



CVGSIAELDLKLGDGWMYVFSNRNLNQTEIMEECFVIVAWKIKIILNRYTPVRALLTDESICSSRHLDASACAASFQLDL
AFRMLACGRTDLVQQAIAMLGPAGINALNEQGMTPLMFACARGDEAMVQVLIDAHSDLDITVPSNPMYPCVHPAIRHWTA
LTFATANSHIPVVQLLLEAGAYVDGAVDNSFNAETPLQMAAAAGHYELVSLLLARGADPYLFTLDKSNANSGYLNSFALA
ASHGHRNVLRRLLSQPHVTKSSDFLSLEEILAEGTDTGYKAKKLDNTKTREAALQEAMYHSCEHGYLDVSMELRSLGVQW
SLHCWTETLSTAKQLRRKAIIQCLLRDFCSIQPNEYNEEFCDEALPLMFDIFRQCKNEVISQQLAAVFSLVYGYEPLPEI
KAINFTPPARIDPQYVNNPDMSDVTFIVEGRPFYAHKIILVTASKRFKALLSDKMNESTTPCVEINDFRYHVFKVMAAAN
YFYLDGLQRHCEILCSKLLLFENAVKIYKHAKLYNARALMEYCECYFLANMTELLDKSDHYKKLVFNSKLPTYDVIQGLQ
QTLTHRILLRQSTIV                                                                 
>Skow_XP_002740428                                                              
MAGAVGSNHPLNATPQQQLQQHQQQRPNLAIAAAPSTGEQPIPYNWQATKTTVKERFTFMFNNEILSDVHFIVGKGIQTQ
RIPAHKFVLSVGSAVFYAMFNGGMATQSAEVELPDVEPAAFLALLRFLYSDEVQIGPETVMTTLYTAKKYAVPALESACV
EFLKRNLSSDNAFMLLTQARLFDEPQLAALCLESIDKNTSEALSAEGFTDIDLETLCVVLERDTLGIKECKLFTAVVRWA
NAECHRQQMSPTPENKRLVLGHALKLIRFPLMSVEEFASGAAQSGILTDREVVSLFLHFTVNPKPTVEFPDNPRCCLTGK
EQTIQRFLGIETRWGYSGTSDRIRFTVNRRIFVVGFGLFGSIHGPADYQVNIQIIHAEGGTILGQYDTGFSSDGSDSTFR
VMFKEPIEITPNISYIACATLKGPDSHYGAKGMRKVVHESPNGGKVVFQFTYAAGNNNGTSVEDGQIPEIIFFT      
>Skow_XP_002740411                                                              
MTNRESQLSPSTINADDIETQTTAEVNKESGVITVFNDCQVLQVQMSSLFNDKDLSDVVINVGDKTYNVVKSILAMSSEY
FRKMFSSEWKESKTNEINLVGDSKECVKCFEAFLRYIYTYTVDVTLGNVLYFLMLADKYLVPQLTQSCLKHMCSNYNCNA
NDAGLTRVYSWLCYSQKAGHNNLEQLCVNLLSWNLKVRHLVEHGLGNDKDVSGKKRLDCSRRVCTTSVGCNED       
>Skow_XP_002740260                                                              
MEVSKLFLSCKLGDLDSVKYLVETKEVELNVRDKWDSTPLYYACFCGHEELVDYLLQCGAKCEPNTFDGERCLYGALSDS
IRNVLKNYKAITAHCMRRDSYQEFLRRLLDEGSYEDICFAVRNSKFTAHRCILSVRSEYFAEMLKTRWRNKMSVNLKHPL
VSPYAFKAILRYIYTDRLEIHMEDIDDVIRLAKQCQLVGLISRIDDAVKKTDSFVCAKPGTRVTVISIDENCYQLHEDLG
VLAEQAIPNQIKNWVSHGELPFFTEEENIPYLGDICFSVQGYNFYCHKVFFCCRSDYFKALLSDHFSEVGTDSLQGIPVV
YLQDVNPDVFSQVVRYLYTDKPQISAALAYDVLCVADRYLLPGLKRLSANVISQNLDEFNVISVVKAARLFELHRLEDQC
AEYMAAILDKIIYTEEFAELIQEDASSVQERQETDSIPIIDDIRYHITSTILTYSDMAEANEKLAALDDLLIRLGVEC  
>Skow_XP_002740064                                                              
MPNYYQQESSECLNSSRFENKCGLSEDLKFLASMPELCDVTFLVGENKEPVCGVKAILAARSRVFHKMLFMPSSSNTKKR
SGTADLKLSMRMFTKRSDSLPNLHLISNNTPKTIIIQEFEADVFRQLIEYIHTGCVTLQARTLLGLMNAADYYGLDDLRR
ACMGFMRCCINIDNVGALLSSAEKYIQYKATKSIVQRVLEYVDVNGDEVLNLPAFATLPEHVVRLVLSRDELCANELSKF
RAAISWATRNCQKNPHITLKESMAVFVEYISFYHIPTLALMREVRSCGAVPDQIIMNALAYQADPSSVDPAKFSSPCRQS
AALGNLAPREISPGTNFVETDAVSNKTCSLETLSSMGSDKTEESRGSEDTE                             
>Skow_XP_002739908                                                              
MSEVDFSETHGSLEEFVSAVGEYYNNPDLSDVVLKVGQQSFYAHKFVLAKSSDVLKTMLTNCNWKDSSQYEVPLEESQEC
IAVFSEFLKYMYFGQVTLSIHTAFPLLCLADKYNVLSLRSICSVYMGEKVLKQQNVSGALLWLPHSRRFGLKSMSDNCLD
VIVSQLSSVVESPEWLKLDIQLLCEILQSSDLVIKDEYVLYKAVEKWLLQSEYSTQIEKNIDRIMPLIRFSQLEPTKLYV
IECSELAKRFPILMKPLIGEAYRFYTLARSMKQEFQEEKYFPRCYSSALYCCREQNIKVSTIPVREHLCPHWYLDVFTND
GFFSFPENNSSEVQSCSKWLGSCHKRDCLSLSIKLYPGKEHAGKKYRVHVILESKDGQILSIYRKSGLVEERGEEQLHHG
LFQHHGPSASVGFSYTFGSGRSPFSQQASNVCGPMFGAKPENHQAQRGLFGCSALINVPQLPSVAPIVIETKCLELDMKI
NLSIGVVLLS                                                                      
>Skow_XP_002739814                                                              
MSSILEDQILMKAEVEETPYNIVVSSQVNDLDYSSSRLDEMNVARKKSKLTDVVLDVGGTEFPCHKVVLATSCTYFKGMF
DSGMKECQQRKISIKAIEATTMGSLLDYFYTGKTTITSCNVQSVLRAANFFQVLTLRDKCAKFLITNMNAETCLDIWQMM
VSLSLSFSEQAKIYVLDHFKLVCKLQQFLELTQEELIELISDEHLAIDRENQAGSAVLDWFHYDEDSRRHYFVEILQHVR
LELITSLYLVKQIGKELSKVTPKTTLVSKLEGRLTSSDRTFENQKPRETNNVVCFIGAVLDGQKAGDINYFNPINNAWSH
LTTNTSSLKGSAVVYDNSIVTRVSKGIHTFNMDTREWNIEVDELIDGDRDELKMILVDERIYFIGGRFHAYDLNKKREVL
VEPMLKKVEGTCAVAYGGKIYVFGGRYMHYKETEMIQCYDPNSDTWMHVGDLPEEVPKKDTVAVVFDQFIYLFKDASTIY
VYDPKRYEWLRAIPGLETDTYHGRYTATVCNNKIYIISGIISVYDPIHFIYIYTLDPFEGVLELTTKIKVPSPYSSISLR
PDKHCVTVRLQS                                                                    
>Skow_XP_002739771                                                              
MDLEISLEFDNPNHLTSLMSEMNEARVESKFTDVTLCVDGTIFPCHKLVLASSSEYFKGMFSSGMRESKEEKIHLRDVQS
HAVELMLDYIYTGKAVITGSNLQALLEAANMFQVLTLRDGCIKFMLENMDASNCLGVWQMAESFSLAAASEKALEYVINY
FKLVSTQGEFLELTKEVLIKLVSNDLLCVEDEDLVGAAVIRWYEHCKGDDRNNREEDFVDVLEYLKLGELSPNLYYDINC
QLSDMKGVTKKTIENRPRLKDRKNKGSPKRLVSVVCSVGGFRRGWRYCRNVEYFDAVKKTWHRITQTPVIKDKNWEVEYA
ATYDKYIITHVFRYPSMLNLETREWELFDDKIYLHLRECQSSKMIVLDNKLYFIGGEDRENSHYVAIYGGFTCCDLVTRR
EVQVPLLLKDGVFSSVVSFQGKIYVFGGSVRSTHGDTYDSISLIQCYNPNKKVWTCFDDIPPSVPREDTNAVVFDTLIYI
FQNASKLYVYDPKQKEWQPPIAGFPEARYYKDCSATVCNCKIYIMGGRIDRDDAHDDVYTNKMYCYDPIHSIWESNVGKL
KTPLSISRVSQYTAPPTGL                                                             
>Skow_XP_002739706                                                              
MANEQFMKGDISLFAREMRKLINHKDMSDVKFVVGENRRTIFAHRCVLSSRCEVFRAMFSDQAASGEDNTVPFILSDVDP
EIFLAVLEFIYTNCVTLSGKIAVDVLASSIEYGLDELKKLCVEYLIESLSVTNACYAMHAAVTYGQDELRESCLKFIEEN
TKSVFKTDGFHEMSDESLSVVLESDRLLLDEMDILSCVKQWALVNSVSYCFFPLSAKTIKAVVHKKIGIVAESVISHVRL



PLLSAEELKKTEQDNKKEPFVPVAMVSFAWKYHALRQPEWGNPQTKLRRGTTHRDTHDGLLRWDEQTSKGGKEGWSSLVS
>Skow_XP_002739684                                                              
MRQNNELTDFIIKAGDLEFKCHKALLMAASFNGHNKKTNEMWIRESTVTFHKVKSAAVGAVIDFIYTSNICIEEGNLKDV
TTIAKKIQLWSLEKACEQFYTEISTQQKHKIKTNTKKINFCDVNHARAILLSLNEMRHIPKLTDTVIEVAGKYFQCHRAV
LASGSDYFKAMFTNEMQEKKCNHVKLNEVNPRIFKILLDFLYTPQMLLNSSCLEEVLVTANYLQIQSEILTDHCAKLMLD
KLSLSNCLKVLNSSPALLCPAVDREAITLIITHFCSLYKSKEFLELSRHHLIEIISNDSLDVNEEDMVLDAVVRWINFDK
TRQSHIGEVMQHVRFPFINKNYLDSAISRQPSVMQSPIISQHIKQARKFPVTCPSQENNNQFKPRVSLTTPGILLFGGED
GENGYISAQCYMSQTGKWNNLSTLPSTLTCIKVVTLNNDVYVMGGEDFATFGDIMWKYNTRYNTWSKKSPMNMKRRNYAV
CSLSGLIYCIGGISSGKFCMDEVEVYDPETNMWQQGTPLLEGMGGPIAVAYKERNRLLVFNSDDSVDTMQAYLPAFGKWY
LISAYHPPPNIGHFRDAFLLNSEIYIVGGTKNTEDPYIWVFDLASLSWSRGIPLPHKQTCDNDILCITNVNRKIYLISKE
YTRTKLGIEVKQLHFDLFDCMTGQSTTLQSLTSTSNWPSCNMAAVNVYKHTAKEYSEMYTE                   
>Skow_XP_002739586                                                              
MAEELFRWDAHGNKKRMPWSVKVLSRLNEQRDKTMFCDMIVTVDGHEFNAHKCMLAACSPYFESLFRSNLMEARTGKVDL
QCTSVEGMQSILNYMYTGEIELSMDTVEDIISGADHLLLTRLKRICEKFIVQGTASSYRCLRALQLVEAYNLEKWVSNMA
NMVLARRFSEVLQDKQCQPLIMELSADRLCDVLSHDKMTVKKEEDLFEFIVKWTNHAPTERAQQFTKLLSKLHLIDVDKS
YLIDCIQEEPLVQQSMESRKYFTEALRYHLLPNRVDVKGKLKPQLKPRTTRLMDIIICVDKLGGCLYSYVLEENEWMSCG
TSSRTEQTPCYAGVKLGNLLLCAKQRRTCGGEKNMYDPLSNSFIDGAGTKHEYGQGSAVVSNGKIYTFGGGPHCQSVEMF
DPDNNGWIEKPSIPREPGYILHTAATKDGHIYVICYENNRFLTVWCLDRDDMWTCVLEYRGIEIKEVQPTSCIQPCISIE
SLNGIEVELPGKQKVVISNDPNHEVCIKDSTMPQIPFPRINAGICNVNGDIYVCGGLAKREHYTKFGDTNSVCMFNSSKQ
IWKNLPSMPRRAEIVGCALFQSPHEVYSP                                                   
>Skow_XP_002739550                                                              
MGCCQSGSKKKVVDPEPGNYIYPSITPSSEDGGHADIPMSNITSNGKVKDKDNCVKRPLNINLSNNALGSKTSLVSTERS
QSILALSDSPCSISQVKASCYSLRSISSYATLRSSFLSVYSAISLRSLTETEEEHRIDPSYAVKLLSDLNNFRKENRFTD
VLLCAGDVEIPGHRVVLAASSPYILSIFAIEALEDGRLYLDYIEPDILHLLVEYIYTSKLSVTKENVGALIKGTQTLQLN
SAEQACQEFVLNLENQDENGNGETASTKSVLYQPYHAIETLLGLNDMRREEIFTDVTFKAEDEEFVCHCVVMATTGDYFE
KLLEGSDDEHVKISIKNASASVMKRLVEYTYTSNLDIHHENAKDILALASILRHDAVLEKCTEFLKRRITPANCLGVQSL
ARKHGVEQLEKAATKVAVMNFKEVRLHPEFFEMCLNQIERLISEDTLDVKTESEVYSAVMQWVKHDVEKRKVYLPELMQS
VRLSYLSPKFLEEIPAAEPLIQESEACKKLIRDATIVHLVIRKGKFHRDPRPKARYSFGEVMVIVGGKNKNEQWIKDVQY
YHPNERHWYSLASMENDSVEYKVTTLNNDIYVVGGLNCNRVSGETWRYDSLYNDWSRASDLRVGRYLHSLGVANNRIYAI
GGQSSLDDNSQSLKSVEKFDRKLNTWQQVQEMYHGVLEPAVTSCGWKLYVISRKDDGDDCVVQYFDISNKTWSVVDSVNI
TGPVQIAGTIRGQVYIVGGKSKFAVQVYKPDTNELSSGTCEEHAEEHSRDLYSGTILNRRVYVTGGRWVIGKEDDDALTM
VTNNMESYDPVQDEWTTMKTVPKALTKHGCVTIRQYIGLPKSK                                     
>Skow_XP_002739480                                                              
MAGGKSKSRRSRRGGRQRHIKVNENPIEFSSNGGHANHVLEQLNLQRLHGGLCDVALVVGGRKFDAHRNVLAACSQYFKS
MFENGRFRESKQKEVKIQSLDAEAIEILLEYMYTDSITITFSNVEGIIAASDLFLIQAVRDYCANYWTQTLCVDNVLSAY
KNADIYNLSQLRDEAEAFLSKHFTEIVESNEFVNYPYEVVVVMIKSDLIDVDEKDVFLAVKKWVMHAKERVSLLDDLMSR
IRLPLMPAADLIECVNVEPLVLKSEWCQALVQEAMNYQLLPNKQGELQTPRSRPRYVNLDEMIFAVGVTGTEGHIPDMLL
TKCYIPRHNAWYSLATLHAVSLRGLTFCNGLLYALCFNTENEQLDLYMYDIVSNAWSDGPSINKSNHVIRRSIQLSNTWV
QLIECRQKVYVMISVVCNHNQGVVSSVLCYDPSPKTWKSLPCFHTERLYYSAAATDIGIYLIGGKIPLGEGMSDVEFFDP
DTETWSVKSEMHLPRHSMNICFWSPERGILVSDYECRDPDVYYTQQDRWTSFSDEAELCDSLPVFFTDCPGGNEMLSTYS
PAMDTIYATCEASFDDTLATWYKFSFYEKRWEACASLPQLLMPYLCAVR                               
>Skow_XP_002739313                                                              
MAAMSDDSDSETSSSLAYYDIQNSTTILTGLYSLYTHCELTDVVLVVQNREFPCHRNVLACCSPYFKAMFTSGMRESSSH
KITIEDIEPLAVELMLKYVYTSHVDVDGDNVQALLHAASVFQMPMLARVCTAFLKSQLGRLDCFKILQLADVYSILYLKD
IANSFILHNFCDVSKSDDFLQLNRDALIGYLKDDDVIVENEEILCTSLLRWVEFNLEDREEAIIELMKLVKITVVSVSFI
RNLLQNNLIMKHSEVVNYLTQTLKVRRRYFGDVNETVVCEEENGSIPISEIDLHDPRYERGVVFTSTRNYNQCRLQLTYI
DPLNDQYEHHATEPDMGEPVNSVITMNETETYLLTGEHSMWYFGAVSKRWIKITKQIEHNGGTVINVNDKLYIIENTCSF
GKLLTENDGGLLEVISLVPDSRFDASVVVHAGKLYVIGGEDAQSRERSDNWCYDPSTDSWLRLASAPIPFQNCPSVSLNG
FIYVLGVKSSANLGKHTVLRYDPDIDIWCRVADLKCTGEVTGAQVFNGKMYCFILTDEEALSVHEKILRTYVYAFNSDSW
NEDQAYDIGNPEYGICFLKYRDFRAVKYFAKHHYIDYLGEGMKVTVVK                                
>Skow_XP_002739164                                                              
MTAKHVGGGAQMSDAFIEKTAKEKARLVHKLSNQLKTDMARLLEDTENADIILVCGGEHLLSHKIMLESRVPEFYNYFIG
DQCTAKKIMMHCVLLDDLKAFLRDIYTLNEIITWRDTIKEWIKKQQLANTHVAADTEDMDVTLLTNGRDADVQMISQEMD
AVPDDEVAMATTEDCNGNESGAFGEAVAMAVDVNSDVQLESGEKVASMEVGFQETEERFVNGKVATEIIVPAEYLEANMP
EATCDLARDLLRMFVKQKATDIGLRVQGRLIKAHRFVLCCRSVYFTAMLCGGWAESTAEEIYLHDVSCSTALAALYYVYG
GVMEHPNDANIGELVQMSDMYGLDGLKDNAAFILRRDKCHFFHKPCNICITGVPECLALSTAYGLHVISENCLRWITKHL
DKVWSTKTFAVQSEEVLQHSFGYATSSLGLDNAVAMAMQCDKLLTSLPHVKWVEPVRCLATNLHTTCLDYLVKNFWEVVD
HPTFAILLSASSWSHGLIEDLFNTIVQNLTVDNGCRMFVAANRLKGQSKFQDWNQDILNLVNSLHDGTRAYMVNNVNFLL
HTKDWQLIPESLQNNIKQDALFVDDTKKSTIPKPTLSSSLMGPGRTGIPGIKRPSRLPTTLRSIKDKTSKITIADRPKTA
PPAVRESRPQSPAVDKRTKEKRNLQQPRPSASSKVETKQDKKSTAMETRSLTRQASRPSSLPTKTMTVKPIEEKTKQTTQ
TARQQSRRPASASPTVQRSQRTTTTAIRSPLSPHMQRTTRDAFKTPLTLPVQKSARPSPVVKSPMLSPTEPLQNRIPSKT
ATWPRASTAKARSKNNSQNSKTDKLIKSNQKSMDTISTTKPKTPVSQRRSTDNTSLLISPQKERSFGFGFKASQEKERTQ



LSSPQKEHSFGFKATQEKEGKFKSPAVQYSSSGARPKIPSSPRNYGRKLAGLKSPNRVNEQPMEVEVSSQAVCEKTSYDM
SEDIMQSPWRDETEPEMQLSRESSVYSSVSEQSSQELPLRHVSPQRQLCSPGQSASSLDSSETPAKIKKSGSWRRYTTDS
EVSVTENITAWRKINQETEQKSVHGVSEVCESSNASSPGSTPGSPNRRLGARPKVRCGIPRPIKSPSPTLANKMYTSPAE
SNIPTKTFLRN                                                                     
>Skow_XP_002739148                                                              
MALSKDGASMNFSQNDQGNRILEKLQQQRLDDKYCDMILQVENKVFKAHRNVLAAWSPYFDTMCYSGMEEGLRNMATIEC
TTADAMEEILNYIYTGEICISSDNVEPILRGADHFLIPALREYCCEFLSKKMDASNCLVVKQLADLYRFGELYNRSSEFV
RNQFMHVITDGNDDLMALTVDQLIDLITDEKLRVEKEESIYELVLKWTKFDLASRKEYFPELLSHVRLPQLNRQYLMSYV
EVEELIRENPKCMALFADAKHQTDTTRRSYCSDSPVLKPRKGRLTDVVVITGGVSTNGPLAETFGYIIEEDRWTALPGLP
NELRFHAASTLHSCMYVAGGSSNGLVSNKVHRYDPVTNSWTNTAFMQTPREYLALAACNGCLYAMGGIRWDNVLRSVEKY
DPELDKWTFVAPVSTPRYAMHLVTIDDRYIYAIGGRDGTRQPVTTVERYDTETDEWCTLQSFPVDGQPWEFPVVESQGDK
IFVTDLATKALCFNTERKCWTQEIHNFASLPERTCFTYCTLDRIVFVFGGWKSHVDNPYTSNSTLPTDACIYNSVLGLWS
SISSPPASTLASACCVLQIPYEFLMDAPPPSIHSY                                             
>Skow_XP_002739105                                                              
IKMAYNLKVTVVGDGAVGKSCLLISYTTGSFPAEYVPTVFDNYCANVTVDGKPYNIAFFDTAGQEDYDRLRPLSYPGTDV
FLLCFSLASRASLENVTEKWWPEIQHHMPKTPVVLVGNKVDLRSSSSTSVITYDEGRILAKSLRIPYVETSALTQFGVNE
LFNKAVQHVNLSLSSKKPFKKGFGLFGFNRKNSKDDIPQPPYMPPAGKAPWIEIETSMFAEHMYKLLENPIYSDVTFIVE
DERQFQAHKCILCGASSYFRQVFGILPEKLNNQLKVEKPYSRVDLNDGKVLGISSIIDQIEGDVSKSIVSISGNISIKIF
KHVLEFLYAGLPHFAENLSRDTLQALKKAAEIFHLPRLSEICKNIENDEEFLNPSIGTYLNDCMGQQFKELFFNKKVLSD
IQFNVEGTTVYSHKAILIARCDVMSAMFSGRFAESSSNKIEILNSRPECFLALMEYLYSDHSPIEDNDSVGIVVLANQFS
QLRLINLCELYITKEIERSTAANIAEADIDVIGLLHSAQIHNADQLSDWCCHFISTNYMAFTQRTEFAELDGDNLDFITK
NRWPPIDYLNEVEE                                                                  
>Skow_XP_002739001                                                              
MAAAAAAPLPSMKKNQTVTTVTTARSMSNPTTVGFISNKRDNPWHAKCLLDQFKAMFDSKELIDVVVCVENKQFPCHRAV
LSACSPYFKAMFTSGLTECKKHEITLHEVDAHSVSEIINYAYTSKLDLAMETVQNLFIAANMFQIQFVQEACAQFMSAHV
DLTNCVALFSFACSYNSTWLKRVTKELIEQNFQSLSQTDEFMELHGSELSLILASDNLNVQREEQVYDAARRWLEFDSRD
TTRVKFLLEIIQQVRFSLMVDTTVVQSLRQNELIRKSPESIQYLARLSENGLPRSVKPRLGMGESSMIVCFGSSPNFDPD
EVHRVPCFSIKSNEIFTMAAPPRGLWDYGVVVTKLNDLVVAGGCLVDDHSGSEDSYTSQDLGLRPQRDVYIYEHTHDRWH
KRAPMLTERFDLHLVCTDSHVYAIGGMGRGGQHLDVIEGYDLKNNQWKYVTSMPAGLSPLCAIVYGSCIYVIQGDTFLSF
DTEASMWSARLPSGGCLLVPSATVFQDELYFVAGYNLPKSGIPVQVYDPNAKRWHRITSIPIRSGDFLHFTCRPKVMVID
SKLHVLVKHEDDEEDDDDNAVFSLYQYSNSEDKWNLSHSFSFPYSVRVDVQFVVAGLNINYLYPAESDDSDSSEE     
>Skow_XP_002738853                                                              
MTTEIKSPYVNRGDEYHHLSHAKKSLRIINELRNENWNTDVTLSAGDEYFRCHGVVLAAASLYLYDLIEQDREDVTSARE
VVITDLDMLGTIVDYIYTGHVCIGAQYVKALRKTSKLLKLKTLETVCEAFRDTIKYGREFKFDDEAHAQFLHLHLNILRE
ESCLTDVTFRVGDHVIQCHKTVLSASSSYFKAMFTHEMLENELDHITIKETDPYIFDSLVRFSYTGKVTITNENVQNLVL
AADRLNFTEVVDLCVHYMQQNLHSSNCLGVWEFAQVISHDTLSQTAWQFAVKNFSAVSEHEEFLCLASDKLETLMSAPLF
VLREEDVYESLMRWYHESEADRRAHLPRLLQHIRYPFMAPEYLQQIERELKDIVDTQMYMEEADDYRHMKYKERLKHHFN
LRMTSRVYIHVIIVVTSSGPILVFDPEDNRWFDLTIFPLVSREQIITASILGNDVLCTTNAGHSWVYSIPGNEWTRRAPP
LHMHERNVGHKSASIAGRVFIPGVARRCQTMEVYNPGNDKWSEAPSMPKAVCYHALTSCNGNLFVIGGMGNGGAITKAVQ
MYDVDENVWSLRAEIPVKCAHAAAAATESKIYVFGNQDECMDSVFQYDVIANVWSDVATLNAGRQRCTGVTCNGKVYAIG
GLREPLWKGVVDVVEVYDTGLNKWSVVSHLPYHVFVQASIAVPKYAIPRFS                             
>Skow_XP_002738834                                                              
MAAQTLCGESFGKISHSSDLLRRLEHYRESGELCDMTLVIEGLEFKAHRVVLAGSSPYFESLFHSNLQESQTGRVELICT
SPDGLECILKYMYSGRIEITADNVYDILKAADHLMITEVKGFCETFMEKQLTSSNCLQVRDIAELYDLMKLKASAEDAIE
CNFCDLLTQESFLNLSAERVCSMMSNENIKVKREEEIFEFVVRWTNKDINERKEHFPRLMSCVRLCQVDKKYLLDVVEKN
KLVEENTRCREYVREAIRYHMVPEEDVVCHNLRLQPRPCRLVDLLVMAGGTGYDINGSFATNTAYGYVFCEDRWVTLPPL
PEKISRSPAVAMDNKMIVIGGSLLLDNSNHVSMFDPLVSEWKTLPETRNPHRFGESVICNGRIYVLGGSLSPRSLEVFDP
DHNCWIEKASSMDDHAGFEMVVLNNRYIYAMGIREGGLIEYYDTHTDQWFRVSESESWCWKQMNWEPTCQIFPPLIMETP
TALEFSGLGRYKVAISKMTRRISLENSDINLIPDPPKRKGSVVRDIGDHGIFVYGGVQHLPDGSECLDNSAYLYKHSSKT
WKELAPARKPIMYPSCALVQIPYSYISSCQGSHGHCSSFSFTD                                     
>Skow_XP_002738763                                                              
MNINTHSRVVFFRVYEHSLKFSYIYKLLEHIHQGCAPSKNRLKIMDNADCDKIDLSSRVNEGEFENRIHASILLEGLMEL
YENQQFLDVTLIVEDQLFSCHRNILAACSPYFKAMLTNDLLESRKTEITINDVDPRAMRPILNYVYTAKLNITKDNVQNL
LSAAHMFQMHAVVEACCQVMERHLDALNCIGVYHFADMYSCVDLKNAANTFLNDNFMSVCKGEEFLQLPPSELLEIISRE
DLNVIAEEDIYDAAMMWLNFEIESRIRVLHLVLNHVRLALIEPSFFHNIIACNQYVLSDENCKQLMENVRKFHLLTEKGR
HESLLNTPPRSGMWTNDMVVCVGLDCNTNKGRTHVQYHDPTTSRWHAIQSLPKPIGLPACTTAAADNTIYVAGGILYPWE
DSTDLCYSYDHRKNKWLQRQSMQVPRSYFTLETVDGQVYAVGGLNTLHDDQKSVVDTIECNDMNSDEWHIVTTLPEPVYG
HASVTHGGKIYIIGGVRTGTLISKKLMCYDPKANIWKELAPMKNPRALCSAAIKDGCLFVVGGLDRLSRWNTVESPAMCL
SSYEIYNFTTNEWTEHQHISGAGLFFPVIVSANSNLYAFQNGLGADGNDVMLLWDEDSSSWIYHDGLLPIEDCRYGVTVS
RFLKRGKASPT                                                                     
>Skow_XP_002738762                                                              
MRRLLGGSGGGNSGDGDEMHHDMPPPSPKMSKRRTQAERDRAELQELLSGASHSPSPMVKRKSMPKVPNVNFLQDPDAED



NTTSGASNYSFGSGWSSRSERDLRELRDHMRGHLSVSSYTSNKYDTTQPSVVVTQSKPSLSTTITSSKASNECKPTAENV
FDFFPETYKYIDVQHLPKILSGLKTMYDSQDLVDVTLCVENESYPCHRIVLASCSPYFHAMFTHDLTESRQNKIRINGVE
AEAMRLIIEYAYTSELEITVDNVQAVMLASNMFQLLNLRDACATYMEKHVTLNNCINIYFFASAHECGKLQELARKLIFE
KFTEVCREEEFYNLSKDKIVDVISQDDINVDREEIVYEAVMTWVKRDLEGRKDDLLEVIKHVRFSLLSPYFIHDCMERER
LIYSSKPCQQIFEEALQYHLLKDRRPNLKLLSNMNVNTRRGMPFRDMIIILSRNEVSESAIGNDNYRIKTLPDLIEHPEC
VVMGENQIFAAGKQHLDFSARRMHRRGGGLFQYDLFEKKWLSRAPMAFSRTHFRLAVLDGLIYAVGGVGPDGVLSSVEVY
SPQTNSWRFVAPLPNTIKGHCVTATGGQLYVIGGECEETILDTVMCYNPRTDIWSNAANMILPRCSAGVAVFKQELYVVG
GTVSLMNDRQSESVLKSVEIYNPINNEWRFGPEIPDGRCSYQVVNYNGALYAMGGENGEEEPENRVWKLECEKKGWVDDQ
VNWPNITPPYNCVVARILRDA                                                           
>Skow_XP_002738648                                                              
MQKKEMAASRKRAEHLARTQGALQEFNKLRLEQSLTDIVVCSNDVQFHCHQAILAACSPVFATRLCNVPENSDRLTLNEI
DSSVLGQIIDFIYNGKITISDDNVEDLFAATSLFQILAIQNTCISYMDSQLDASNCLGIQAISDAFSCQSLSIKAGTYSL
ENYNEVCQQEEFLTLTKDRVVELIEKDLCVQREEQVYESIIRWVNYDLNSRKEDFQELFKHIRLEYVSSSYLQKKIMAST
LVLESLECSNRITQFLEGALSSMPERQYSEILVNVHGYNYKGCQGVELVPKIQCYDPRMDEWFELPSFVMEKGDKVASAC
NLKDDIFILTKHGKTWLFKSSKQEWVLCSCLFTTRRNHQTVGLDGKVYVLGGQDGANWCTNVNFYDPVTDTWTNKSDMLG
TRCIAATTYEGKIYAVTGRYNSLECYNPITDSWSVIATMPEPESAQAVALNGQIYILMHGSNFICYSLKENASKYVGRIV
PIQKSRRYACRLAVCNGKIYVTGGCDKKYQNVGTVDMYNFNSTKWDMVGTMPYATWGHCCLSIHRYPLRS          
>Skow_XP_002738522                                                              
MATKSSIETPSELRPSSGGDRNQKMENLGLVIDINKQTGVLRRPDHAMEILQNLNDLRQSSEFTDIVICVEQDMYPCHRA
VLAASCLYFKAMFKNDLRERHQDHVTLTSMKSNIVKLLIDYSYTSTLTVTVDNAQDLLSAAQFLQYEPVVQACCEFLKTQ
IHPSNCLGIQFFADTHNCLDLVEEARTCALINLVDVVKQEEFFDLSVEQLISYVSNDELNVKSEEMVYVAVMQWVRHDVD
NRWSKLPVILEHVRLPLISPGFLMNHIENDPLVEHDKDCRNLVERAKTIQKQVWQGHDVRDPSLRPRPSMMTEVMVVVGG
IDSVRHWQRDITFYNPIEKKWDSLPDIPFSQTDYSVTSLDDNIYVTGGYLNDDAVADVWCFEPTSNFWMCVTPMQNARFN
HGSTSTNACIYVVGGENDEGDLQDIEGYHPFDDKWDSLGSIYPTESNLAVTGIKRNLFIVGWLTYEKTCAIQCYNLDTQD
CWVTNTVELNRHLFPIASLNGHVYILGGNRIKDTQIYDPEGDRTWQVADMLSKRNHPSAAVIDRKIYVSGGELRHYSDRV
EMYDSSLDSWTVVAAMPKPLCFHGFVGIRKYIGPPYI                                           
>Skow_XP_002738426                                                              
MIQSRVYTINLHTSSAFRVMNELRQKHELCDIILRIEDHEFEAHKVVLAGCCPYLRAMFTNGMLETDKNYIEIQGVDPMA
MELLLEFMYTGKIEITVENVQGVLAGASMLNLASLRNVCSSFLQSQLDASNCLGIHSFADMYSCVDLENAARRYIYQHFL
EVIKTEEFLLISHNSLIDLLKSDKLQVTREEEVYEAAMKWIKIDYSNRKHLMFKLMQHIRLALLDMHYLKEVVYKTDCVL
QNAECRSLVEKALKIRNDNQALALIGNRAQPQSIYVVGGRNSVDCQLSSLERYDAIRDKWVPQECMTMARTAVGAATLNG
ILYAVGGECALADSEETMYLRCVECYDPLHKQWIQADDINVARSFITVAALGGYLYAIGGENRSCSFNTVERYDDRTNEW
SLISSMKRKRAGAGVAVCDGKIFVAGGYDKGYHTDRASVECFDPETQEWSFVAEMEKARSGLTLVAMDHFLYAFGGTLRH
TDQYFDVAERYNTQTHQWTCIQPMNRARAWPAVAIFDNCIYVIGGFDGSNRLRTAEKYDPHTNTWTYISNMNVSRAGCGA
AVI                                                                             
>Skow_XP_002738422                                                              
MSETTAASEWVLKSSNHSAIILDKLNIMRENNIGTDLRLSNGEQEVSCHRVVFTAVSEFAKRTLYIDEPNSDAGTLQIDN
MDIKSLEQFVEYVYTGQIKVNDENANNLVNIAEMFEVETLRVGCMAFMKRSRKVPANAADSENTSQKVSSPQKCTVEVLK
KAGGGDEIQPSAMKKIAVTKLSSLTETRNTDESNCSTAKEDNTNKDSDDSEVEDGIPYGGDEDDDDDDWSPGKMKKITTG
KRKRFGKSLVANLTSGPSRGTRSSTQVSGKNNIKETKQASEQCTICEKYISTADGLVRHMRVHTGEKPYSCNVCGQTFTV
SSNLYKHCRTKHGKATPEMIGKRVRDKRKDVPACSLASNDVIVSNADDSDLFPKSEKIHTSPNEDENYANVAASRSLSPN
KNTQSRTKQNESLQCEICDKTLYGSTGLKRHMRIHTGERPYSCNLCGQLFTTSSNVYKHCRTKHGEVKPEMIGKCSGKYV
KKTKLEKYFTCNVCGSQFTTSSNVHKHCRTKHGEVKPEMISKPPRKPKKICERQEDDSLEYSNDELMSESSNDCEEESDS
EFSDMFSCPLCEETCADLSKLKNHLKEEHSSESNNPMDKQKDLKPIIIQIGSGKFIVDEKSTTVTDEAGTGTVSLDDCNS
TKVPHEEAETSIANVDKENSTTDTGRAEGTLTSTVDNENNTTVLNKDAATCTAAVDDENNTAAPDMEAETSIVVLHDENN
TAVLDKEAETSITALDDENNIAVPDKEAETSIAVLDDENNTAVADKEAETSITALDDENNTAAPDMEAETSIAVLHDENN
TAVADKEAETSINALDDENNTSVNDKLTGTDVTKDGLKSTEGGTEFNCPLCEFPCNNLLDFKLHVKQLHQSTQNSDQQTT
RAFHKCNVCNEVFKTRRALKRHMMSHRNDKKFICKVCDERLVSNVALYFHCRRKHPKLKVRRQTVQIDCTKVLNCPLCKI
PYTTRAGLNKHVREFHKEDSEALKLVDSLYIQPLEGLSHKIKKSGKMSYACSSCGKEFRAANTAKLHVRAVHLGERPHVC
GKCGKSFGYPQTLKLHNQTVHENLRPFKCTVCSKAFVRETGLKDHMKSHTKEKSYLCHLCGKSFGYIQSFNAHKKIHSDE
KPYECDMCGKRFKLKGTLTDHQNHVHKTGPTTECEVCKKVMNVNYLKKHMIAHSDYRPHECLTCGKTFKTERTLRNHEST
HNTTRPFVCTICRVTFKAQYQLLKHKATHKLPFRCGHCKQGFKTEESLRKHLKTHARKFSCSKCQRTFDRQRGLFNHQKF
CRFLPDADEVQPVVENATEVVDQIIYIQSDIDLTAEAVASLQEVVTTTHP                              
>Skow_XP_002738123                                                              
MGEQGCLDPQMQPARLVYNSDKHPRQTLEATNNLRKHRELCDVVIIVGQKRIYAHRVILSACSLYFHAMFTGELAESRQT
EVTIRDIDENAMELLIDFAYTSSITVEEGNVQTLLPAACLLQLQEIQDACCEFLKRQLDPSNCLGIRAFADTHACRDLLR
IADKFTQHNFQEVMESEEFMLLPVNQLIEIIGSDELNVRTEEQVYSAVMAWVKYIIGDRRCLLPQVLEHVRLPLLNPKFL
VGTVGSDLLIKSDESCRDLVDEAKNYLLLPQERPLMQGPRTRPRKPIRCGEVLFAVGGWCSGDAISSVERFDPQTHEWRM
VAPMSKRRCGVGVAVVDDLLYAVGGHDGSSYLNSIERYDPQTNQWSSDVAPTSTCRTSVGVAVLDNYMYAVGGQDGVSCL
NIVER                                                                           
>Skow_XP_002738077                                                              
MNLNRGDSFKQVMLPTNEKSSCIKPKTPVTPPVTVLENWQAEKSTVCERNSYMFLNELMSDIHFLVGPKNSAQLMPSHKY



VLATGSSVFYAMFYGDLAENRSEIEIPDVEPQAFINLLRYLYCDEIDLVADTVLSTLYAAKKYIVPHLARACVSFLETSL
SARNACVFLSQSRLFEEPELTKRCWEVIDAQAEEALTSEEFCDIDCTTLESVLARETLNAKESVVFEAASRWSEAECVRQ
DIKINPDNKRKVLGGSLHLVRIPAMPIEEFANTVAQSGLLTLKETTDVFLHFTALQKPQLEFCSKPRIGLKPQRVHRFQS
SAYRSNQWRYRGRTDSIQFSVDKRIFIAGYGLYGSSSGSYDYKIKIELKRAGKVLGQRQTQFYTDGSSNTFPVLFDHPIQ
IEPDAYYTASVILDGTELSYFGQEGLPEVSCGDVIFQFQCSTESTNGTGVQGGQIPEMIFYA                  
>Skow_XP_002738039                                                              
MATSLSHRPPLQNLQSMYDEKTLCDITVVVCGREFQAHKVILAACSDYFKLMFTSEMQEQSLAKVELKCELLTSDSFDIL
LKYAYSGNLVLSSDNVFDVITAADHLQIVSAVETCCQFIIKSCLEIFDIKVGDCLAVATYADKYSQLEYLGKTLNKTLAK
NFVKVMAYPDTCEQLSYERLCSLLELDSLCASSELQILQTLLKWLRHNWEHRMQFAADLLGKVRFGLIDKYDLVELLEVD
DIQQIPECKELYYKAMVYHALPDRNREPCDLINQPRASCLALVSINTVVMQYYDRNTMRWVTLPKFVNNSTGRQITGFNA
PAVVAHGNFIYVAGGNIQGPTCNLSRYDIGRNAWDKLAPMKSCRFAFSLCIFDGYMYAVGGYSDSGYLAHNNAERFNFIT
GHWQYIGQLNTPRFHVAVTPYQGFLYAVGGQKDKFTALKSVQRFDPAKNTWETLNPTIHAHTQASLMEIDGKLYVSGGKT
NGPDRSSDLINSQTVEVYDGKTDCWRDVPQDLIPPGNIPAVNIGSDVYIVLNGYTYKTGIQTTPDQVYYVDLDDWANVVN
FIRGLSITCVPINVERLIDLNDVKDSKV                                                    
>Skow_XP_002737821                                                              
MELNVTMVTGNDGEDVVISTSRVCLSTGNLKLPDLNIRCRQVVFHVHSCLLRRRSVYFERRLSNPWSAVGSLNEVVFTTT
PPTLTGLKLTLRYLYGESLQVPNVKELVEFMEAADFLQVFLEWRYFVNCITRRNCFVLLDASYKFNHHSIVDCMYEYIAE
HFYFLAKTQSYRDTSHYHKTKIATKLKSERSRFKKSVIVCTSAYTTIDTNGVKRNLEYFYDDVTNQWYNLPLTYYITPCD
EKYSPFPHDDIICECYGKEYSYNVYKYIDKNGIVMFIARNNSRDKQWTEYFLPLPITTVSALSCLSVQHLKEIGGCIFMV
IENHQPRLQNVLKIQIQTQDDEHTFKCNYMLPWQLAAVHLLQEDPNVFLLTQSSDNSLRLYRNESGCGQIQEICETTLPA
TTTLTSDRITIANNKIYLLDSNNSEAVLYFNISSTPCWGCVKYPPSVEKAKYMTSLRQERIARDSVDYSRTARKYSFSEQ
HMDSKPALLKCLLRIVRLIIGQLAHSNL                                                    
>Skow_XP_002737797                                                              
MGKKGKTNRRQHSAESISYFGLKNNFCIRMENNTFFVDKDILTKHFEYFEVMFSRNYLETRNNEIVMKDVPTVTAMRTLM
EFVHSGILYVTPGNIIETLEGAEFMQMKSWVIDAFVYVMYLNICQDKCVKFLRVFSMKDILFNLQPNLKSIIFKWMSLHI
ELFLNAAAREKLYLKFAKYYECCTCVMSVNFKCFWNDLLKYGTNLQYDVMKYSTKYRHLRVACVIYGREQTPCYSRKPTE
TYLIKPLQNSLCDASTPEPYVMVIILCPRFIPYSATVPPNRRLCPNHNHEYYIRRLLKCTDRYSKFTRATGDLTEKQISR
LKETFTLFDKDGDGAITVGELKTILRTTGPLITEAELNNIIENRKDVAFPKSDTVQFVEFLTIMATRMTDREYSDKEIVK
SFRVFRKLESKYIKTSEIKHVLTTVGETLSHEEIDELIKDLDKDNEGVIKYEGVWF                        
>Skow_XP_002737737                                                              
MEDKLDKSSLDYLDKFFPSELLAGFEELRKHGTLTDVVLRVQDEEFHCHRTLLAVSSPYFRAMFTGGMLESSANNVTIHN
IESNTMKTVLDYIYSGRVSITMNTSQQLLDAASLFQFPRLIEACASFLQGELQPSNCINVYHLAELYGCSTLAEVARNFT
LRHFIDVTHYSEFLQLSVDQLRCFLQDDQLVYAGIDNLIRAIKTWIEYDETRSNYTKELLEMWKEPSQVLNEIQHSTNVN
KLSNYEVMLLFGDYWEIPGKSLSKCPVKCYDPVRKVFYALESVPNTVAARDYMNAAAVDDAVVVGMRTGKFMVYYPSSGK
WEMVAKYLVTPLFGNTIVAMGNNVYISGRDGHFFCYNMETKKLVSKADLLSPVRNCCMITLGGRVYVLGGNTSGDLYATG
VDLVQCYNPVNDKWQLCSPLPEKCTNCAAVVLNGLIYVIGANCREHSESTNRVYRYNQTTDSWCRIADFTIPRQCFGAVV
CNGKIYITGGVDVIGNQSQHEIPVQEVECYDPVTDEWSIVDTLSISIANHTCIALPWSKTNPELGLGSEE          
>Skow_XP_002737544                                                              
MGNYVSGWGKTEGTTTPRKRNRDECEPDSDNDSDPEFLHTPKRKKLHTTSKYIYETLFVSGQNSDVTIQALGKEWHLHKV
YLCQSGYFSSMFSGSWMESSSSWITIDIPDDNIDIEALRVALGSLYRDDVMISPSKVVPILAAATLLQLDGLIQQCADIM
TETTSKKTVCTYHAASSAYGLSLVANSCVQWLERNLMLLQSVTVLRELSIELMETIIKSANLFVLQVEMDVYTMVKKWTF
LKITPSWQGTLKQLTADADSYFRSLEWLLPIYKHQWQAMLAVEIGTDRGPAEISLDKLGEHGMRCGRIINKEGDVSSTVM
LIVCKRNTVSHLVMNSVSLVPKRNVVFRVSVVSYDDMGQVKYSKTSGLFKVTLSKDEEVVVMSVDRHITFPLQISFNVAC
ITPRTNEPVTLAIPEEFNQLEAQNYGESADSHETDEES                                          
>Skow_XP_002737158                                                              
MEVPHPAVGAVANGAVQEEPAQDVAVNESNPQAGSCKCIQPSTPCSSGSCAGSFGNVTGSFGSCTSEGVDCYGNERNALL
EQCKFFNNTLLSDIRLKVGTKIYHSHKLVLVRSSEVFERMFSSDWSDPNKGEVELVEDPECVHIFSHFLKFLYSCHIVLN
IDNTLPVLILADKYNVTDLRNVCIDYAATFIIPKLQLKDVFHVWFQYATKCYHKKLISSCVMALSAKADDIMLMPEWQPE
WLQLEKDQLIEIMKSSELTIRDEFSIFLALEKWLECSRYPERQQNKEALLRELLQYVRFPMMFPHQLCAVEKSKIAKELP
ALFVPHLMMSYKYHSLSLENRANTKEFNSSSFLLRNYTELRWDKRFVIQNYSQLSRCSEIMPRFSTRSSTFPSSSWDWEL
KIHPKGFSSSNDDFRAVLYSNLIMDQVRPIEFMLSIVDNSTILKTVTGRKNFSKTRYSADSEIDKKVSIDELLGDSALLV
NDNLVLQIIIRPMD                                                                  
>Skow_XP_002737156                                                              
MDMLATHTPAGEWITNDRQILDSFGRLYNNPEISDVTLHVEDTTYYAHKVFLANASDVFKVMLTSRDWQDSSKPDIYLDE
PYATATVFGEFLRYIYTGQIYINTDVAVSLLMLADKYNMVDLKKACQSFMERNFVTIAAENHVLSWYQYSKRCGHKDLER
ICYMFIQNNMDIILESPDWHSMEKETLLMILRSSDIILTDEHKLYLGVEDWLTQPINENDLQQNLKDTLQHVRFPMMTPK
QLISIEKREFVKENWQHYQECMLNAYRFNSVPQCLRQNENFDEVEIYTHRNYTHAEYNICATIKITQYSQRKPFEYSCSF
DAAKTGSYADNCHKYKWELQFWPRGLQKPALTEFGNAYMIQTDEVTLAITPQGRNENAFKIVAAVIGYEDGLQYVKHVHR
ITHDFGTKMMFRIKHLIKLGDLMSDSSKYLNADCLQVYVIIRQV                                    
>Skow_XP_002737154                                                              
MARSSSHIGDGRMEPSLSSDLAAIAQDSSAYGANQVANADEFLCQIGKYWNNPELSDIVLCVGDRRYYAHKLILVSSSDV
FRTMLTGNTWAESNTQEIDLEEAFQCEPVFPDFLKFLYTNRIFISDDTVIPLRTLADKYMVQRLSNLCIDYMCRELNCDN



VIGWDQYATKFSIKRLSFECLGFMQQNIDLLIDSKKFLNLDIDQFVKILKSSDVHVPDEYTLFKSVKDWAFAYDRSCSSD
DIKCNLSTLLPIVRYPMMSGEQLDSIEKDEAINACYPAMRDEINSSYKFHATAIPNPNWAMCKVTPRRYYQGYSCKFTLP
NYSKRHHDNNRYVKVFPAYSSNGTSRILNWDWFVSVAMGGRTDRLGSNNREPVLEISNPGPEREERSVKIMAVFYGKRNG
SIFKKMNYTTQLTVRDFDFHHIRLFGSSLAPEYIVNDTVTFHCIITPTDKIYVKC                         
>Skow_XP_002737132                                                              
MLRRLFGRRPNGQQLRVNNPYIQNIQIQQNQDIFLPPCNNTMDFDFDNVEQAEPDVIVHEADRRFGLKSLNLMNDLRKSE
TLCDVTICVGDKTFRAHKIVLASCSSYFWAMFTGDMAESQQDSIVMKEVDAHAMELLVEYAYTGRIEIRVETVQQILYAA
SLLQLPDVQVSCSGFLKRQLDPTNCLGIRNFADLHTCMDLVIASERYAQKHFSEVVKEEEFLLLPKQQLIDLISSEELNV
NCEEEVYNAIMRWAYHDKELRKDDIADLLQRIRLPLLSPNFLVDTVEAEELIKQDIKCRDLLDEAKNYHMLPDRRSKFMR
EKVKPRKSTVGLVYCIGGMDTTSYSLNCVERYDFSSGKVSIVASMNTPRSGVGVTVIDGKIYAVGGHDGTQYLSSVECYD
PATKRWRYVSSMTRPRRYVAVGTLNGMLYAVGGYTGTLVLDDVEMYNPKTNHWKFVPSMNCRRRHVGVGVVDGYLYAVGG
HDGNNYLKSVERFDPDTNTWTMMCSMGARRGGVGVAVLGNRLYAMGGYDGTSNLSTLERYYPDDDRWNFVAPMNQCRSGL
GVAVVGNLIYAIAGHDGAHYLNTVEIFDPHLGEWSSKGTIGSSRAVAGVAVLNDRV                        
>Skow_XP_002737036                                                              
MGPVAGLSVDSPSQGAGFASEIQALVEGLSVQIASLAERVLEEMSFLQISNIGLIEDKVPDEEAMETDNDVATPNVPSQR
DSYLDSTSKHDGSDVSMQNTSPNVDNAEPITDENTPKPRSSNKSGDISQTRSSTFEESDDITQAKTSVLQESDEISLAQP
SASKESDDTSEAKSMVLMESDEILQVKPSTSKDSDEISQVKPSISKDSDEISQVKPNTSKDSDEISQVKPNTSKDSDETS
QVKPNTSKDSDEISQVKPSTSKDSDEISQVKPNTSKDSDEISQVKPNTSKDSDEISQVKPSTSKESDDISQEKPSKSHKS
NKANQKSVDSSCAKSTNSDSDSDSSMMSDFSPRPPPGRYDNTPLSETFDMKTTDGEKVKSPYLFNDKKHALNLVEGLHGL
QKEGKLTDTIVSIDGKEFRCHAAHRVLLAACSPYFTAMFTSNMKESLERVVEVRNIDDSIMEKLIKYMYTGEIEMDENDS
QSMLETSCLLQILPILEATGRFLANHLDPINCFSMKQYGQIHCCQSLETAADIYILEHFDDIAQQSDFLKIGLDEFTTYL
KMNVCVEKEDIIYDCLMRYIRYDLENRKDSLSEMLKMIRWPFISQTFLNEKVKNDPLIVDCDELFDEAAKYHNSSIQERY
GIRQKHSWSHPRSYSQVVAVICGFRTPRNVRNVQSFDPDSNKWQPIVDLPDPTFDDIVSAVKIGTDIMLFTLKGNAWLYN
SSQRRWLQMKCPKNVNRFFYGAASLNDNVYLVGGKNLEGTVYKSVERYNPVTNDWDNIPEMPTGVHYPAVTSHAGELYVI
GGHTAKYHSPSGAVQIFNPDTNIWRRGADIPILTFIANALSIHEYVYVVSGEYGRMQRYSPRNDRWEEAATLDQRHYLGT
ITVCNNKIYAIGGYSDFSHSERNISNSIECYDPQKNTWKTVSEMPTPVPWHMSVALPRCVVECHNCV             
>Skow_XP_002736900                                                              
MATASVVVEKKRESIGETIDYSEANHSVYLLKGLNELKSQQLFTDITLVVGRHEYPCHRAVLASCSPYFRAMFTNDMKER
NADKVQIKDVQVEVMNVIIQFIYTSKITISPHNVQAIFEGASLLQVHSVQDVCARYFERLLSPNNCLGILEYADTHSCVE
LQSKAQKMLLVNFVDVCKNEEFFLLSKDRLIEILATSDLYIDREEVVCDAICSWVNHDRPARESFLPDLLVHVRLPFLSP
TYLGKASNDPLLKHEHLAVAKDKMLERTRTYYAKSRDIAVTSLSATKPRNYTQVLLTIGGQNEDLQAVNCIYCYDPVTEN
WSYLYELPDELFDWDLAVASLGTDIFVAGKRPLISSLEPNFPAWIYKGVKQRWMKVLPPQGLETVEYALTSDDSGIVYVL
GGYDSNMRNQSNVRRYIVATNTWDEIAPMPMAASNLSATICEGKIYTIGGYTGTDDTSVIQCYDPKIDKWNFVKPLPITV
RDAVALTMNNCIYLLTGVAKSIVYRYDPCIDKWSQLNGMAKEVFMYGATVCNNSILAVGGYSGDYFDIEVNKTIQKYDTD
EDCWDVSETMPHGLHSLRCTTMYRYAALGT                                                  
>Skow_XP_002736828                                                              
MAAPGSHTSFPSLLHIEDVSPEEIANFLQSYDAHRFSSNYDLLNIVVRWVEKDLDTRSKNVSKLLRYIDLTQISAIDLVR
CVQSLRWLVNDIDSYNYVLHALNFHAAPRRQPVSPQLAILPDEDQTEVLVAVGGLQQHNGMMQLRVKSAMFLEPSQQQWT
ELSPLPEFVYSHSVAVLNGYLFVAGGSNHDVHHPVNQQISRRVHRYDTRSAKWVMSKPMLEKRAFFTLSALGDKLYAVGG
LNHSSPVYDRISIEEIAESNIKPQTILASPTAECYDPKSDKWELVEKLSEPSMLHSSIVHDGKLYMSGGCSSFDLQKVEG
DVAVLMTVMNSDFCREFSDSLSCYDPNIGVWEKREPMTTKRAGHKMCWLSGKIFVLGGKNNEFDMISSIECYSPDADQWN
KLSAVLPSPMVWCGTACLDENIFIVGGSKKLSELGEYQDVNLVQCFVTKESSWYTVAKLPVGYSGAECCSLKLPQNRPIR
QEFSPIEEDGFAPPNLKLDAIHESAEPPPDYFAANNGSSTVIVKYFYQLLSGLNELRISGSLADVVLVAEDKKFYSHKAV
LASCSDYFRAMFTGGMKESTTKQPEIQLHGVSAGGLATVLSFLYTTELNLSHSNFESVLTAASHFQMETALDFCVNYLQS
ELGVENFLDLSNAATMYSLLDRFVDDERTMDKFMLTATKDIDQIMELSVYQMNTFLKSDKLSLYPPLQVFSVFLKWVQYD
PENRQQGASLLVKHINFCRMSPEDVIDHVQSVDFMVDGVNCRTHLLEAMKFHALPYHIIDDDCLPCDEEVLLATSGVAGN
PYSCSQMYYFDGELSDWQVLTDMPMEHIAYSVTALDNFLYIAGGEDHDCYETDPMGCEYTSDAVYRYDPRFNRWSFVASM
HAKRTNFCLLACQGYLYAMGGRNALLRDGLVSYGTSLPRPMYGMGGCVYNGKIYISGGCTDGSLYSKNLLMYDPETLNWQ
QKAQLPNKRAWHTMAVVNDHIYVIGGRIVKSSMTIASEFSIECYDPKTDEWLTSVEIPTDELIQNRLSMTGHRSTVWNGY
ILTLHGQFAIGNLKTRRTLQCYNVEFDRWEPSLKLPSDGFQEVCTLRVPKYVLKTNRIAASGELGDYIASSAASSRRSSI
CLEDLDFLLPDAETSFSTSQHGAMVLGGLGELREYDMLCDVNLNISGTCYPVQGALLAATSGFFNSILCPKGNTKEEIDD
IKERKMPTVNGITATIRQSLHGGNKKEIELDGISATEIRRVLEVLYSTTLPIDGSVDLDCVKATAVRLELQPVITLCDDV
ETLKMG                                                                          
>Skow_XP_002736827                                                              
MLKERALHMMQVLGNAVFVIGGRDSTGAPCLNIDIYLPATDSWSSVQIMLPVEKMWFGCSVHNNKIYLCGGLDGKEGCVA
SSMMFEHNRHVQCYDSTTESWQNVADIENLLIPLCCSIRIPKWRTTTGVQGFQLTSNLTLDIPTSVASNNSHGCDSVISE
MSEKKEQDYGDKFLAGLMQLYCSNDLSDVVIFINNQRFPAHRAILATCSDYFRAMFTGGMKESVDNEQEVELHDMSMEGL
KAVLEFMYTGKTTLNHRNSDTILAVANYLQVQPLVCLCISFLVDELVEENMMEVVALTTAYGLLEKFTRYEKVIDMFVAM
VTRQDALLELSDLTAEQLMAFLQSKWMETHSPLQRFKVLVSWLERQNVTVKEDVINRAINYMPLNEMSVDDLLTHVKPVQ
SLDTEHCQQLIIDALVHHTSDTPVVVSSDHSYSVETEQVIVAIGGFETTNEGKTIKNYICYYDCHTNHWHKLSDMPIERL
AYGAVLLNNHIYIVGGENYHCSDIDPSGCQFSTRTVYCFDLQLKQWRNVASMLESRTDFCVVTLHGYIYAIGGRNSRHPT
GINSVERYDPSTNSWSYVAPLVRALFASAGAVYKDQIYISGGCFYTDRLIYTNALLYYNPKTNQWGEASAMSAAFPIAWH



SMTSAGDKLYVLGGQQVELEEMDTKCSYSLKCYDPKLDRWSKCKDMPSHGSKDASCIINAYRSVYKDGKLYCIDGELTES
TFIVQKHVHCYDIAQDAWSDGPCLPQDGFQSLVIANLSTYMIKHELTKTKTNRYQSCDANKTVELYELSTSYLSILVHIL
YNGRLPVGYHGNGLDDLLEAAEKLGLQAAVDVLKAHCSQNDMAV                                    
>Skow_XP_002736418                                                              
MRSLFSTSFSSTNWDQAPTVGGDVGETSLMDCMQRIDTSGVEKLVNAESAEISQAMKVLRTLKQQQTRGEGCDIVLQVSD
KEYKAHTAVLVASSPYFEALLRSGMKESVENRVELHGISNVAMEIVLQYMYSGCIDVDLFNALEVLVAADLFLMTSLKSM
NEHFLSNNIDTENCLFLRALSQRFHLAILLMNCNKFLQKRENLKEIVSGEEILDLGFDHFHDIITCDVVSVTVDNEEALF
ELIVKWTEFNRQSREDHFPALLSSIRLPLMEKEYFLNKVERQELVKKFPSCAEYVQETLRYWVSPGRKTSLDNSLLQHRL
GRMVDVILLCGGRDCRDRVRRDVVAYVIDYDAWAVLTPLPTFMSSHAAVTLDEKVYVGGALGTVTNSKLFCFDPVKNTWN
SLPPMHYLRDNFTLCACAGKLYAIGGKVRKNLLQSDECIAVATVERFDPITHGWDVVGSMGTPRSFAKAVSINDKYIYVS
GGEPSHNSTPFSVEYYMCNEDKWMPLKRINQQRNGLSPPPLLNLGDQLYIAYLNGENTKLSPYQDWKVDKTIPKLPIFGT
NGTVCRHESAVCSLDSGGIFVCGGWNDNLGRDVFNQKFAYIWNPASGSNKWQKLSPPPTSGVDSAIRLSDHNLEVELWRK
SIPKFEAKTTFLQTMQKM                                                              
>Skow_XP_002735621                                                              
MAEVENNYLTLHVPNLASRVLDILHDMRKHALCVDTVVCVQDEEFTCHRVVLSACSSFFKAMFSHELRETVEARVTLNDV
RPEIMKDLIEFAYTAKLHIHEENIQEMLTTSIYLQFDDVTTACCDFLTRHLTSSNCLEMWKLAENHACESLRANAQMFSL
WNFCEVKEQEEFLKLDKDFLIRYIRDDELQCDDEVDVCQAVIQWSLYEKSRFTELTSILEHVRLPLANLKAVMSHSPPEL
MADKQFKEFLDEAINCQFLIQQGYRVQGPRTRMRGIGKNSGYLVALGGQVRDGDGIMDATFNGNSKHCAVSSVGNKKGPW
QNLASIPNHRKRKYSLVNSGTDIYILGGYDSVKQRSTAEVWRYNFTNNYWTQMSNLTIARHSHGSTEYNGCIYVAGGKNS
LLSMRLNSVEKYNIETDEWVTVPSMPEAVSVPAAVASCGRVYVLGGSNVNNMPCHKIQCLSLNTLTWSVVRHITIQRKLL
SAAVLGDTLYIFGGKSARDVIIYNPKSESLRYELHACNEQRLYPGVLTWRGKIYLTGGKGTERVYNDADVYDTETNEWSR
IDAFLPKNMYMHGCFLIEEH                                                            
>Skow_XP_002735382                                                              
MTDSSRPAHTIDCQHSQKILHELKSFYETGILTDVTLVAGERSFACHRNVLAACSPYFRAMFTGSLREANMERITIKGVE
PQSLQYVLNYVYCSEVTLDAETIQGLVQAAHMFQIEPLINHCADYLERHIDAHNCVGVYNLAVLITHKQLETSAWEYFNL
HFVKVVEEEEFAQSPTEVIERVVKSSTLNVKNEETVYEALLKWYTFDKCNRKEVLWKCFLDLRLGFMKLTYLCNKIKCNQ
TIAESTECLKYIEETIHGHSDEAGSSEDFLFDGPRIERRLGMFARDILIITDKGWAVEDNRKLVCLDPSSAEHCSIPYPD
EMNECGAKFVVTSNNDIYAASSQYEDRKFYQYNHIRKVWMEREPMLSGREKFGFVSCNGCVYALGGENDWEILTSIEKYD
PLLGRWEYVAPMPREAMDMSAASVEKHIYVFSGSRTMSYNTETDTWNINLPPMVYPRFSSGITVHNNEIWLVGGEDDDSK
KVHDVEVYNPEIGEWWHALELFSPMKEYYPASLNNKLYVCVLSPGFNDGSSESVIEGRDDFSILKRYYSSIVYVGDYGSE
DDEEEVEYEAVKWFSRNTDCLAATYALRPEACFSARIFFEAEKDD                                   
>Skow_XP_002735360                                                              
PIYEKDIISPYDCRQVAKDIGATYYETSVVTMFGIRELFDNVIRAALISRRHTRFWISSLRKVQSPLLQEPYLPPKPEPP
DLTLPPSSFCSDIGSLLDNPCCSDVVFLVKGILIPAHRVCLVAASPLFFDLFMMDLSAKIGDSTCKVEGVHPNMLDSIAG
NNGIKSRDYKEEMSTVVMTTPGTSSWTTFTDSTPDLTAKLNLPLEGAASNIPASEVVRTPSSEDSIELLGACAPKILPST
SLFNEPSTSHCSVHSTAKFLGYPGKILDHPALASIHLQPVDNPVNGKPSIQTVVTVQQHISPVAFQVCLEYLYTGTFDQE
RWHNINLSELITVADALKLTSLVTLVTGVMNHDAYVNEIILKAQYMLGRTSRLRELILRKGLFSDMLIQTDDGTVASHRA
LLMARCDMMYAMLGGNFKESTCYEVFMPGTKHCFQALQEYLYTDQCPPMKPAECLCLIEMANFLCLPRLVALGEENIIRE
FNLALEKERDIQEDVINMLNVAQMHNAHQLHSWCLTFLARHFSDLHQEYMKSLRNVASEDARYLQRHRWPPTWYIKEKDY
YDKEKREQDMSKRTTERKGKRKWCL                                                       
>Skow_XP_002735147                                                              
MSSPPVAENWCYTQVKVVKFSYMWTINNFSFCREEMGEVLKSSTFSAGANDKLKWCLRVNPKGLDEESKDYLSLYLLLVS
CNKSEVRAKFKFSILNAKREETKAMESQRAYRFVQGKDWGFKKFIRRDFLMDEANGLLPDDKLTLFCEVSVVADSVNISG
QSNQTQLKVPECRLADDLGILWEKSSFSDVTLSVSGREYQAHKAILAARSPVFNAMFEHEMEEKKLNRVEITDVDHEVLR
EMLRFIYTGKAPNLEKMADDLLSAADKYALERLKVMCEEALCTNLSVENVCDVLVLADLHSADQLKGVAIDFINSHAMDV
MDTSGWKSMVRSHPHLVADAFRALASAQSPLLGPPRKKSKQS                                      
>Skow_XP_002734669                                                              
MEKSEYNDQLVQHASQLLDSLERLRQDQVLTDISICVGNTQIHCHKLILEICGFDFIKLSELGSRCDKKSGLCPQTVIKL
NNAEPAVIQEIIQYCYSGNLILTDENVKQMLELATLMDHEFLANECLKFLDSQIEEFQHHQPQPNSFIVCQPMHGINLLT
ELQCLRSQRRHTNIKLVCSDEVFACHSLVLAACSDYFRAMFSHDFTEKKAKKIDLLEPADIVEDLLTFMYTSMFDVECED
FLDLLESAAYFQVYFPPVTIESIKTIVQPDNCIKIFNVSNVFSTNLRNYTLRFILNSFPKLTNHEDFLTLSLSMMVQILS
DDRLNVMAEESVFLAASRWLAHDMESRAAYVDELMECVRFPLLHEKFLRKIMEKEPSVIKSQKCKEMVVQALCTKDGHAS
TQQAFSEKFHPRNSMNQDVIFVLAQATDEMSPPQCAFIGLRDLAVHDVCTKHNGLPLGLSRFTIICIDTDIFVIGGWDMT
SEVCCSTTWKYSITENLWSTCANLQLPRYDIGVCKMDQVVYAIGGQINSPDVCNPVNLVERYEVETDEWSEVAPLPSSLI
KPVVTVFKDRIYAMDSASHSKVIRTLCIYYSYTGMWAIVPAGVGLMNMRYIQNLFTVADYILCWGMYDAADYHQTFNAFQ
NFNAENFPPRRGGMLVRHPPIVSPRIQYPTKFEPVNLVGLALLNDEILVVSDAQARRGRYLLVHRYDPFENQWVEQLEIS
SRLSRGITSSLQCVAYRGYIASPWYEQKSTYN                                                
>Skow_XP_002734502                                                              
MTTDLPNQTTPIIVNDRLQFSSKNHASALLSQLCKLRGRHEFCDVQFIVGKDVYHCHRVVMSACSPYFNVMFSGGLSETS
KSEVDIHEIHSSIFKVLLDFIYTGEVEVTSENVQELLSAADMLELPEVVQACSSFLQSQLHSSNCIGISRFAEIHFCTDL
KRAAEAFMSLHFLEVCQEEEYFDIKMDDLVTLLRSENLRIENEYQVFLAALGWILHDVGKRRKYLVQILDAVRFALISPR
QLFEYINSCEDLSLRVALGMLLAEYNPDRKPQQVKPTRSLSKKTLVQVRPRLSAMKHLYVIGGYCYPPGGRWSDSQSLSA



VEQFDSFNQVWCIKSSLIYPRSGHGVAVVEGSIYAIGGESDSLIYDSVERYEPGLNQWVEAPSLTVPRCGLGVCTIGQVI
YAFGGWIGSEMGKTIECYDPDIGKWCVIGNMKTLRISFGIAELDGNIYCVGGTSDLNTEMRLAEYFDPITQDWIKLPDMK
SRRTSVALGVLNDCLYAVGGWNDRKRALNTVERYSVTEKKWSTVAPLSTARAGASVASINGLLYVVGGRTNSKENTAPLM
LDSVECYDPHTDSWIHLGSMPTGRCETAIAVL                                                
>Skow_XP_002734469                                                              
MAAAVSATTTTKMLDDIVVFQKNDLPSQGYPVMESIRRQGKLCDVTLKVGEQKFSAHRIVLAAAIPYFHAMFTHDMVESK
QDEIVMQGIEPSVLESFVNYAYNGRVELDVNNVQSILVGASFLQLQAIKEACCEFLKERLNPCNCLGIRTFADTMMCSNL
QEAANSYLHKRFIDVSKSDEFLNLSKEEIFEILSCDDLNVKGEDQVFEALVAWVKRDIANRQQYMPELLAKVRLPLIRPQ
ILTDRISTEELVKTCHQCRDLVDEAKDYHLMPERRAQLQSARTRPRCCNDITGMIYAVGGLTNSGESLSTVEVYDSICNN
WVPAKPMSTLRSRVGVTVLSGQLYAIGGYDGQSRLSTVEVYDPVVKEWWEVASMNSKRSALGAAAVDGRVYACGGYDGIS
SLNSVEVYDPENDKWHMVANMNKSRSAAGVAIFDGQVCAVGGHDGLSIFSSVESFNHFTGRWTMLPPMLTKRCRLGVAAL
NGKLYVCGGYDGSVFLNSVEIFDPVLQQWSFIAPMKSRRSRVALSANCGKLYAIGGYDGLTNLNTVEMYDPQMNTWTDVE
PMSGHEGGVGIGVIPLMPL                                                             
>Skow_XP_002734385                                                              
MADASSEKYETKKVVAVDYSSKILSGLCMLHSDALLHDVTLIAERKRFQAHRAVLAACSDYFKAMFTSGMRETDQKEVEL
KGISAKGLGDVLGFVYSGEMDLSMGNIHDILATTTHLQVTPCINVCSDFLESEVRIDNCLLIYQMAQTFSLNNVQAVAYN
FLMKHFKEVSRLEDFLQLPFMDLSTFLGSNDICGCTELDLFEIASAWIHHFEDDRLQFAKPLMEEIRFPLMKPFDLANQV
RSVDFMLEDPDCMKLLLEAFTYQSMPFHQHQQQSPRTMIRSAEQTLVTLGGYKGRPSEKMMAYCNSGKPVEIQPMAMGVY
YHNVTVMDNFLYCVGGQNVKDTAGKEAVSSAFRYNPRSNDWMEIASLQEPRCRFHLSALNGKLYAVGGKNARGQVNTVEC
YTPHENRWICVAPLDDPRNAHAGATYRNELFVSGGWSNGRYTDSLQSYSPANNTWQNRSCMHTRRGWHGMCSVNNRLYVM
GGNHLNSNGDRVDVLTVESYNPITDQWTDLCSLMTPHSETILSVVNMKIYIAGGYSWNAQGKTDRIERYDPETNSWEIIG
QLQQKMNGLACCSLVLPKELTDK                                                         
>Skow_XP_002734341                                                              
MNMMLGSLHGHYMGRRQPQQSEILQNVSHVKAAAVQKSTLQMFKKLPNGNDLEFLAPQHSVSLMDGLNDLRHEGQFTDIT
LQVRGQNFTCHRAVLASCSSYFRAMFTSEMQESKDSIITLNEVNPQAMETLLSYVYTARLVISDHNVQEILEAASLFQIF
PVRDACAAYLKRQLHPSNCLGFQRFAESHSCNFLRRAAEEIALMYLDEVSHHEEFILLNYEHLLEYVSHKDLIVTKEEIL
YEAIMKWIKHDSKRRIEHISQLLKQINFSKIKTDYFNSKILNEQLLLDLPNTQEVVSVSRQKPVRGKEVILLLSGKTGRP
NLPSQFNHDVLQYDPCSKSLETISCDPDREPNSFYDSIATAAKVNDQILFIRANNAWLFDIRTLQWNKVAPPLRGTYRSE
TICVELGGYVYVLGGHSIEFNREVAFVERYDAKRDVWEVVSPLIRATRGAAVAACDGKIYMFCGHTEVGNIDLTQCYDPA
TNMWQILAPLPIETSGATAITFNDSIYLLAVKNPSVNHNNPFPVYNHVFRYDVATDTWQQMANMNEGHRRCAAIVCQGKI
FAVGGTRRDFTSGNMQWATTVEMYDPNEDMWETCDQLAHPIFCHSGMKFIISDKEDIAEEDEKTDES             
>Skow_XP_002733957                                                              
MGVNTSTSQEKEKEKEKEKQLARLQSSSSLTQYSDALAYPEYFLEPRGSSSSSGGAGISMSSSGKDKKKKSAGFATLRKK
FIRRRKSSKYDHARIIRDLVSGWSMRDLNALVEEYEATNVLKELTIHANLARPHASCLKEDLSDLYDYKYCTDIDLIFLG
TCFPVHRGILSLRCPYFRDLLRRHPQYGAQVHVDIRTKGMDISTFSALLRYLYTGDFNTQVSRLENLDVLVKLGDQFGTP
NLLEHDFRHLLETGEFCDAVLVFSSEPAAEVQGQEAASIGAIYEELFCHKSILAARSPFFRNLLHRRCRSGEELTERTLQ
QPTRIVLDESIIPKRYARVLLHAIYLDVVDLSFVIQDSPSMGSLGEVQAMVSGRGQLTRTEEAMEVYQIARFLDLTIMAQ
ACEDIIAESLCQDNLITILNWSSQAHGSQWVNRQAMHFLREEFLAIATSPVLCELNKGYLIEGLKSDYLQVRNKNTCWYS
KLHVMDCVLKWAEHQLIKRIEEREPNLLSNTQHSVSKKGIKRRDLDDSELREILSDILPYIRVDHIIPHSNEVLTNVIRR
GLISTPPSHMFGSDDESLVINPWIRCKNNPMYVKPRLFTPYMDEVKAILDEHMVAEMELVRLRMIRMSHIPDTLYMVDAK
SYQSRGYTQVDAVTDPSVIAGSLPAPDVHTTRAIMEREKELCRSNLTQRAFSLPCSDIGAVIHEIQKRVVREFGLPDEAV
EIFKSGGEDASTDPTNDYYSHSRRNVEQEWCGHPETPVLANPPDSPVAAAAAQVVPMLSEMMPDIAMATGPDITIATAPS
INQMLLREPELGDEHFVRDKNGQMGEL                                                     
>Skow_XP_002733689                                                              
MNKLRQDNRLNDVTLSVAGKCSPCHAVVLAASSSKLRDELLKNDDHVTSSSKRKRIELEQIDSDSLGHIVHYMYSGRCCK
ANKYKIIETAATVLDITTTRDDPGSTQQMPENSANTRQTSDEYINSFLTELGKLRQTESLTDVAIETDNHTIPCHRCVLA
ACSDFFLAMFSSELSESKAETVRLREIDSDIVKSLVEFAYTGHLELNGESVEGLLIVANQLQWREVEDVCVEFLEERLAT
FNCLGIFHLAESLGYSTLSKKAKEFGYANFSKVCREDEILEVDIEHLIDLLSDDVIIDREETVVNLIIRWIESNQSRYEE
IPYQQFAELIHVDALFAGRITNENATVVANLSRMESLQIVAPRQRRIYHQVLAFFGSYEMDKRQRNVEIYNPRTKKWRML
SVLPSSADAFISSVVPIGHDIWVSTLKRSTWIYSPVNDEWKEVRQQPGRVLNLYAAVYHCGHLYIIGGSNFHTNVVKATV
DRYDRVKDSWKAMAPLLSAVGTKAAVTWRSYIYVIGGWNGTVYTNQVQRYDSLRDTWEFVAHCPARDTCGIGAATVGDFI
YVVEGGDTFRYDPQEDEWSKKSSTNHPRSDFNLVTYNGYMCVLGGVHLGQHIRSIEQYDHRLDCWKILDTLEDFTIFSYP
RCVAIQQSIVHRDAYKYSLASNSNQTQGQRIVRKSSFKMPTDSSVSSLVLSLT                           
>Skow_XP_002733573                                                              
MNNIPRTKRFSGNSTALEFHDKSISHSILDGLLEFYRQNDLCDLVLTVSGYEYPCHRSVLSCVSPYFKAMFTSGMQECKT
TKVPLNDVDPVALRAILDYIYTSDITINQDNAQQLLHASSMFQMQTLFQVCCSFLKTQLNSNNCFGILKLADTYTCTNLN
NVTIDYILHNFCDICKNEEFMELSKDALIKYLSDRDLVVEDEELLCNALIRWIEYNKEERTKHVARLLRFVNVAKLERRY
IDRLLTEIDTVKNVERAQQILECTPKTFRGHDATDSRYSNVMILSSPGNVQGSLELFDYDAIKKTLIPYGVVKDITIEGH
MSSVALVDGYRTCLLNGQDSIWYVEGTKKGWVKTRQNVEHYGGTVVNIDEQLYVIENSATSADILTMKSSKCSHGDWQVV
TRIPDGCCDSGIVVLNGRIFIIGGNQGCVAYNQCYDLRARTWTKLKPAPRLFSECPAVALNGFIYILGIYSTEKKTNNEV
WRYDPDIDDWCQVADLSVPGPQIGAVACNGEILSFCTSKAEPEDTPISHVEDVPGPSLQTSTSITTSSGTVYATADDFYR
SIMGTSTEKNSKRQLHIQRYDFSHNIWYSDQCDTHCINAPDHGMCFLPYKHYKTVKVLMEKGLEHL              



>Skow_XP_002733217                                                              
MASVPGFDFTHENHAANLLKGIQDMKFQRKFFDVVICVGEHEFPCHRVVVASCSTYFQALFSHDLKNQTRVSLHEVDPTS
LGLIIEFMYTSKLTLTDDNVQSLLETSDLIQVLEIKNACATYLERQIDFTNCLGIQQFAELHTCQALSKKAKMFIMENFS
EVSKEEELLALPKDSLLVYLSSDNVQVRREEDILEAVLAWSHQEEAREQILFKLLNFVRFMFIDEKYLEEKIQTHEALKR
WDGLNDMLKKVKQYRTMTATELSSIPCCQSRVFSEIVVILGGNVVGHECQVQVYDPKTRKWSSLPELPLHKDQVATAVSL
GNNIFVSSRRGKSLLYKWQQKKWLHKSSPLLKGRWSQRCVVLDGWVYALGGKDVNWASVTSVEKYNPAKNTWTETTPMIH
TARKPGVTVCHGKIYVIGGYSDVNPPPSQCYDPLLDQWSIVSSCPTLTAQQPACTAVTLNGAIYVICDVTGVLYCYDPLI
DSWQLKSPQIVGRTDPGMTVCNGRIYVFGGYYQSNLGAVETIETYDVVDDTWTTVGYMPVAVYRHGCVTIRRLGH     
>Skow_XP_002733207                                                              
MDDFLRELQPFTAVFRLERELLEKRLGKARKSKRKQKEKHEQTSTTEDSGNRLELSLEKEEQEKWMKEKGNKELEQETDL
PGACAATSSPDECQMNDPEVDEFKMEALRTALLKFCAKLTTISPHFWQQKVFDDKSETSDKTVQPRRKKNVNKTVTLKSP
KHSVNLMQGMNALRRQNILCDLTLIVEERRFQVHRSVLAAFSGYFRDLLNGPPEDTDDSEIILEGLSSHGLELVINFIYT
AEIDLSIQNVPKVLEATTCLEMPSIIDICSDFLKGELLIENCVEILNIGTSYNVSDLRVFAEGFILANFKEITDKGVFQE
LNDRQMNDCLKSNKLAMYDETEVFQTVVRWLQLTPIRLPYSGKLMRNVRLSLIPPDDLVDKVQSHGFMMNDPACNSLLID
AFKYHATPHRQPCMQSMSSMLRSSNELFITVGGLRDNGATTNVECLNTFNGATYHLSQAPSRLVDHSVATLANFMYVVGG
QTSGSPGGEHSLATVYRYDPRINTWVTLPTMMERRSNFHLCVIANKLYAACGWKGRHERTRSVEYYDPQKNQWSFVAPYP
VSAVAPAGAVFDGILYISGGYGGQYSNAVNAYNPTTNTWEARMSMQTARAWHSMVTVRSKIYAIGGNCKDGNGKRIDVLN
TECYNPLSDQWHTLPSDLPSGCSVTNAVVMKGNIYVVGGYEWKTKQSKRSVLCYYVDDDRWGWKSDMVNTLNGMACCTLI
LPQDLKQTFLICPLHKHVLYISMSFT                                                      
>Skow_XP_002733124                                                              
MGECREMFYQDACQPSSVLATLDAFRSMGTLCDITIQVKEWQIPAHRLVLLSSSPYFRAMLTGQLAESNQHTVVMKDVDP
QAINDLINFIYTSKIKINEENVQNTMLCANLLQLTGVCNACGRFLEKQLHSSNCIGIWYFADAHCCNNLTKNAYQYILEH
FSEVAQEEEFLHMQFNELLKLLDSDFLGVPDENEVFKAVVSWVKFRLEVRAVHLYSLIEHVRLFQLSASFLEEQLKEEAV
VFNKDIDCSKMLFDIQRVLQEANNVHSVMLKYGKGKRICYGKRPKGLLAIGGESNGSTLNTVNCYFVDENSWTCNLPQSD
QNDTKDIQFGCMNTSRSEFGIASTFSNIYVVGGVNSMKVLGSVEKYNVASNKWEELEPMQSLRQGCTATLFTDQLLVCGG
RDNNQYLQSVEVFSSVARHWSYIEPMQVKRAFFGCVDLSGILYAVGGTGGNNGKDCDFLSSVERYDPNIKMWTNVAEMHE
RRAYLSVVQLDGYIYAIGGFNGSWINTVERYNPYTNQWIYVKSMKTKRSSASATVLNGCIYIIGGFDGFQCTNTVEKYDP
ATDRWSKICPMQSRRYGVGAATVILC                                                      
>Skow_XP_002733087                                                              
MTNKNMEPIAVFKYKDASHPAFVLRGLNELRHQKKFTDVVLCAGEEEDEIICHRAVLALCSPYFNAMFSNGMQESRVETI
MLKGIDPKSLGIIVEFLYTGCIDISEHNAQSILEAASLFQISSLESACSVFMKDHMDASNCLGILQFAYLHNLKELYEKA
EMYSTVIFSEVTKYEEFLQLPGELLLKYLSKDLYTDNEEVVYEAAMQWVKYDIENRSKLMFDILNVLRLPFLSPTYLVEA
GNNPLTSSEENLRLIEHAQKYQNMSFTELQKTSLFQCHPRNYKEAIIILGAESVDHMEIKHRTFMYDPQSKLKIQRQSPP
FQKYEKVQTAASLGSNVMVRTNLGNAWLFLPHENTWTEVASPSQPRWHGKLVSCSNHVYLVGGYGLNRTILDKMEVYRPE
SDSWEIITTLPTPVVDWHHSVIACREKIFIFGSSSSDCDGIPDIQCYDILANEWSLQGHMRVRTQKIRAEALNGCIYTIG
NMPYYNHIECFDVESSTWRTVKNLIESRHDFSTAVCNGKLYVFGGEKEGRYGSKCILNSVECYDPVEDRWNISDSSEHLL
NMHTITILHPEFQPSHLTGPKQH                                                         
>Skow_XP_002732994                                                              
MCDSHSLRPHTPVGEVEHVHHLSEQIGNLFLSEEYSDITFIVEDKRFYAHRVILAARCEYFRALLFGGMRESRPDCTEIE
LKDTTPVAFCALLKYIYTGRMNLQDLKDDALLDVLGLAHRYGFTDLEMSISDYLRATLNIHNVCLIYDVASLYQLRSLKD
TCCSFMDNNAAEVMSSEAFLALSESALREVISRDSFCAVEIDIFRAVLSWSEMNSDIDPTHIVSAVRLQLMSLPELLNIV
RPTNLVSPDSILDAIKLTSESKASDLPFRGFLSLEENVACMKHGGHVTHGEMPSALLDGDISNYDLDRGFTRHTIEEPCG
KNSIVVKLGKACIINTIKLLLWDRDTRSYSYYIEISMDEEDWVRIVDHSRYMCRSWQTLYFDPRVAKYIRIVGVHNTVNK
VFHLVSFECYYTARPFTLENGLIVPTENVATVHASACVIEGVSRSRNALLNGDTKNYDWDSGYTCHQLGSGAIIVQLAQP
FVISSCRLLLWDCDDRSYSYYIEISTDQHNWTRIADKTREPCKSWQTVFFEKKTVTFIKIVGTHNTANEVFHCVHFECPA
QLNGQGQDELSTSSAASAAATQTDGSSGSGLQGAVAGPPLPPFPNQLFPGPGMPPFHRYMPGAGDGMNRF          
>Skow_XP_002732222                                                              
MEFKKYRVTGELSDITVIVNKQTFMLHKFPLYTKSDFFKALARSSMNDSNHVELNDFPGGAATFSSVADFCYNLDIQVSP
KNVAQLRCAAEYLQMTSPGNLSDQTDEYLHDVMYTAKMTSMESVVQILRGCCSVGPVAEQANITGKCIDALVEVWKMEDG
CKKAKDAISDSVLDKLTDIPLCWFLQLLIMSRDRGVSSTILALLARKYVWSVLKENQLDMYDTIDGILLELPAAAEALQA
VVNTEWVITVLKTATQKCKSQSIILELASNMLRKFTVRDLMQFPPNLLRELVQYASNSEKCIPDISCDVIDRYLHSLALD
QSLSTEVFMKLATCLPVDFRTSHDLIFQVVELLFKSGTEIPVDGRKAILELVDFRRLSEDTLRRAYETELVPLSYITKAS
LSLCTKLRAELETAKNIIKGQQDEFRQIYQCVNVTDGTWMKNEGNDFADVQPLSRDKMILQVSHVKERSPVAIEMTHEFI
EGKLAVCALAANTCKDQVLYLFNPFKSQLLEIQTTCDGKSESFKIENSYRKFETTGPYWPYSPRKK              
>Skow_XP_002732022                                                              
MTTRKKPKRKTFTFQNHSCIVNDARGSLKFVGAKHVTKKTMTGLNEFRKQGIMCDVVLKVDNYEIPAHRTVLAVHSEYFR
AMFTTGMVESREKEIDIQGIENKSLETLIGYMYTGSLDVTKETVQDLLTAACMLQVEDVKDICSNSLLRFVDVSNCISVW
MFSDLHSLRELQIKSSQLLKSRFPAIIVQEEFLLLESNKLMEILAFDDLSLGIKNEDTVLEGIVRWLEHDPISRIQDISE
LLKLVRLHLVSMPYLQTVRQHSVVIDNHDAVSLIDNAIAIKEDKSPHNLKGARQPSSSIYVLGGYLQSRTGGNCPHTLSV
EKYDINKDKWTEVGKLPFNLECQTAVVLNGEMFFVHKKLIQPKLKIPTFTNVGTVYTLCTFSSLYNEWKLKEISQYSVWA
HLRDFKQCAIAVCKDENVVYVCGGKEPTRSLTAKSVLRLDIENDCWTELPSLPELRFNHSAIVVNRRLYVIGGNDISVHI
GNHRQEVKSSVFMYDPDEGCWSEKCEMNTHRLGLGLAEVGGFLYAVGGVSNVTRERSVEKYDPDTDCWNYVCDMNKPRSF



LSVVACHGLLYAIGGKSYSGDCGGARTVVRSGEVYNPATDTWTMIDSMKTPRCMMSACVL                    
>Skow_XP_002731856                                                              
MTSTQEDQVLKKTKYWEKPLNIMHSTQIHNPDQSVLLLEKINVARKESKQTDVILDVDGTEFPCHKVVLENSCSYFKSMF
DSGMQECHQRKITIKGVDSTTMASLLDYFFTGKIFITSANVQAILQAANLFQVLYVRDRCARFILNNLEAETCLGIWQMM
VSLSLAGSEQAKMYALNHFKLVCKVQEFLDLSKELLIEIISDEELVADSETEIGLAVLEWFLYKNGSRKEDFVEVIQHVK
LELITSVYLVERLCKELMLSGSQVGELEDRLISSQGGPEKEAQHRKNSVVCFIGGFVNGQPSDTINYFNPKNRTWSCLTK
ANTTYRGVSLSYEGGAVIYGNSIYTKVSDALALFNMDTNSWTNRASGLIDGEKWLKMELIDDRIFFLGGRFHCYDLNKKC
EALVAPILKK                                                                      
>Skow_XP_002731630                                                              
MATGGCDINKAGQSDTDDVEDEVTYEHHDTNFPSELVTLLNNMRLTNDLTDMILVVGDREFPCHRAVLAASSPYFRAMFS
SDLRERHEERVTLYNVQADCMELLLDFSYTGKIVFTSRNAQDVLETADFLQHKKVVHACSDFLKSQLDVSNCLGIHQLAE
RHMCIGLVEAANLFILNNFSRITNQEEFFELSADTLVGYTSKDELYVRSEEDVYKVIMQWVMADVVERLPQLCRVMRNVR
MPLLSDEFFKNRVQDEIESLLRKSEECMELLAECQECRRGTREGPSEWSRPRPSTGIVNVMVVVGGARESQRNNKQSLNM
YCYEPKQQFWSNLCDLPYSLANVAMYSVLAYRNDIFVTGGYDGHRGGPIAQVWIYRTTEGSWDGCKSLKKARYQHASTTL
DGKIFVVGGYDGQHSLPDVEYYSTESNRWTLIQPMREAVSCPSVTAFHRSLFVIGGVQDNSTLCCPFTQCYNVDTRLWST
ISTLKIDKKGYQSVLLNDMIYVVGGSSRKTYVYDPNADKALEVAMTKEMHLCPGAVAIDGKIFLTGGDSVSDKSSKTVEC
YHPESDEWIVTNPSLPIPLYWHGCVTIMKNIKDLEKMTPQTALHSHPIFLYRGYGEADPTYDPR                
>Skow_XP_002731536                                                              
MAEMENIHGSWKVADVKTLSAVADGLESSGLQGTDLTFDDSGEVTWKVPHNSETIPSFVTNFEIYEYISGDPPILKLVGT
TTGDVMEFKVSSRPDGMLVLNYENCFILSCEKLSPSDQIGDMPFSFLNAFEHGYFSDLTIEADNGKEYKVHKTILQVSCP
SMDWQRAPPPLTGLQTDVLHAVLYYLYAECLPKGLSEDTAKLCYRTASKLPGLEKLAELCETFLKNIALKQQIMGLISDM
HTCADKIIDIFNGQGGGGDDGISSGSQSFADPAKLCYSFKQALREGAVAGAKFLTLCDLFSRRKGEFSREERHEIIKYAR
TRLPVFLSQLSRLLEVCRQQFSQHLTPSQRQEIAIYLIPEIETSLDMLSKIVIDARTAIEQVITASNTLEKQKKHKGDAL
GRTIRNALHMKELVKLRKFHERTTTEFMNLLHKRDNFALLTQNEKVISVVRNMEQIIEEFPQYLKRIDLLASTIEEKLTW
KEWKYLFKFGSSRVAWVLNKMTQHKGTLQSVLAPVCDLVHRETFTTAIVQLGILDASVNKKTLSTKDGTQQQSTESSSPS
VSTGATSKTSKPTYQTNAVESLSIPPVPGKSKLAKSATELLKSGHLADMRFEIIHQNLPEEPDIVIDHTHGNAAPPMPPS
LAATTPHLNSCELDIDMEVYEIKAHRVIIAARCDWFRRALNSGMRESIDKKITVHDANPELFRLFLQFLYSGYLDTSGLS
VEQVADMMSLSDRYEVDTLKQLCESTLKRHLDGRYSILYVNISRPIQCKHITGAMNFIMENPSLAQSDVFDDLPDHLQTE
VEHLVAWSGNEMSPTHVCQYTTLESLSADTELQELEMKELACALEMSREATVAYSEEDSSSSEIDVAMTENSHELNTCIS
QLRDIVGDDVPREELVRVSLAADYDVNRALNFFFST                                            
>Skow_XP_002731502                                                              
MPVTKILKWLNLQGVSSGEEITMNSLLGPLPLMPGEPTTALKPNIYEFTEESHRVSAFRELQQMRERQLFTDVILRVDNV
EFYCHRNVLAATSSYFMSMFSSDLKEKTENHITIQDIKSESMNLILGYAYTSKVVITEQNVQSLLEAANLFQIIPVRDAC
AEFLEKQLDMHNCLGIHHFADRYSCQELCEKAWHFSLENFPEVCGHSEIQLLQKDEILEYLSCDELHIEKEDSVFETMIR
WVQYDPKNRLKHLPELLEQLRINLLSSRYLLEVILRNEYVTTSEVFDKFMAVTKKYRSKKTNLITPPRMRARLQSNIVIV
GGVGIGNSKVMEVYSYEPAQQTWSLLTKLPKHSDSVYSVTSLGNDIYVTGLQGKVSMYSIKRNKWFESAPMNQPRHRHAS
TSLDGYVYVVGGYDGASRLSSTERFDPKNNNWEQVKSLLEAVSSPGIVTCDGKIYVLGGVTSNDIATDKVQCYDPKTDNW
TLVAPMPHCLACISVEVLRGCIYVVGCVSKIVHCYNPETDSWRQVECMNSQRASCAATVCNGKLYVTGGESQPNSPVDTM
ECYDPVTNVWTVLPTLPYSVKLQGCVTVSKKTTSLESSVATLLLPH                                  
>Skow_XP_002731089                                                              
LSESTSIIGRTSQQDKMLLIRQDGKVFSVTGNGVMDHIVDLSGELSDTANWFVNKFTLGAVLSSKLIRFYSLSTGDVLFS
MNTSQYGDHIYPVITPDILTLFWTIHGAYHLQGTVNSELNVKDQVLSLLRGGPGNNNENYDRLEILMHHFPSEVTNTILD
ILPNTEDETATDSIDESTINWSGILTPETTFTSWKVTSHNNMPLFEVLCRLIYIGKPDKVVQFVEFANQMREKVIGVTAF
TRKKEKIQLYDRALKCLPRPENSDYENEAVKAQVCLVLGSGDDDCVMTSLKLLLQYKLWDDAIALVTKHADNTQQHCQLF
HLLAARLLKIYEHCLSAVAVMTEMNLDLKDFQLHFAEELICGLNSLHEDKILCDITLKVGTKEFKAHRVVLAALSEYFRA
MFTVQLKESKEDVIELKDISITPESFQCLLDYCYSAELDLTIENVFEILAVAHHLSITSAMECCCDFIKQQFDEQNFHFD
DFVKIAEMAETYSLVDLKEVADHYIAENFVDVSNSDDFLEYMSSKRLCEFLNRRDLAVPSELLVLKAVQRWLMYDKEKRL
MDANVLLRSVRLGFISAQNLVDQFNEDIKSVSECHKLFNGLMQHHAVGKPISGAFPLKNPELFAPRGCTKSLIAIGGRTS
MSCVRYYDVNAHDWVSLKNFAQPPYNTFTNHGITVVHHNLYIAGGQYYGSNKWQTRNYVYKYDASTNKWQSLAAMKVERS
YFGLVNLDGFIYAIGGLGKDGQPTDVVERYNIATNKWQIISALQSPRYDMAIAVFAGKIVIIGGQSSKTDSTEVLDVEVF
DPKRNQWEVKSKPLTCRNQGSTIVVDDTLYVAGGSQESSNDSATGKVELCNLVEEYNSEHDSWSTVSQSLIPKNEIGAFR
INSHVYFSICNHCYNSNVIIPQDEVYDVDLDDWIKLKQNTNGAAVTEFTFNVTKLK                        
>Skow_XP_002730985                                                              
MATRNRRNSENSDCSLETSIDSDEFLFRECSHSILLLMGLNNLRTEYAFCDVTLCVDGQEFLCHRVVLASFSPYFKAMFS
GELAESKQEKVSINGVEASMIEMLIKYAYTSEIWITKTNVQSLLSAANLLEILPVRDACCRFMEKHMDASNSIGIHCFAE
AHSCTELQEKSKVHVLENFTDVIKHEEFVKLSHSKLVEFISNDELNIKQEECVFDAIMAWFNANPENRRQYFEEVFTHIR
LPLVSAYFLHDFVEVQSAVRQSEVCRKLVDEAKNYQLLQDRRGQLYSPRTRPRRSTGTIEVIVAVGGEDDKVVLRSVESY
DPQKDQWKTLACLPFAVSKHGLVVSGNNFMYMSGGEFPDGSASKDVWRYDPSFDHWLEMAPMNVPRSELGLAIVDGSIFA
VGGWEGSARLESVEKYDTWTNIWMFVSPMKIAVTSPAVVAHEGLLYVTGGAVLEDGDGIDLVQCYNPKTDRWKELSAMLI
PRSGSAACVLNDHIYIIGGWHASTENTNKVERYDPKKNEWEIKAPMHERRYRPGVAVIDGKIYVLGGEEGWDRHHDTIEC
YDESKDCWEIVGEMPSSRSWLSCVAMQTRKDLPNKDAKVTSCIV                                    
>Skow_XP_002730968                                                              



MSERLPNRANFQRDGRYCRRSNASLSNGKAEENVASQNGDADVNNTPKSNSPSDGVLRRMAEMWRKKQLNDVVLAVGKHR
FGAHKLVLSACSGYFHKIFADGTEENGDDQFVYNLHGISHRSIELLLESMYTTQLKIHVDNLEELLRASVYLEMPHAVQI
CCQHMMLNLTPKSCITILTLVSNFELNELQEAAGKMAARHFKTVSKSEDFRRIPPEQLKKFLCRDDIEVDSELEVFQSFV
SWILYDKERRICYSVMLLECIRLPMIKPVDLVDHVETVTFLMRIPECEALVKEALHYHCLPLRQSILQSTRTTPRSTIKL
ATIVVIGGHPRLSKDEVNSEVTYYNPQTKEWRLLTRMIHPLHHHAVAVLGGFLYVAGGRKTTNRSEIPTDTAYRYDPRTD
SWIQISSMKNKRESFQLGVLDGMLYAVGGRVDDDTSLADVERYNPLIDQWQAVAPLSDARRSVAVAAHGGRLYGMGGSGN
RRMSNKVERYNPKTNKWETKRPMATPRFFALLVSVKAKLYFVGGATVDSSGNLLCVPSVDQYDPMTDTWSNLTPMFEPRA
EAACTVNDGKIFIVGGYSWDYNTWLNSVECYNVSCDEWTYTESMPKAYTGMGCCTLTLHKLP                  
>Skow_XP_002730944                                                              
MSKHIIYIDSVMKIISRICILFRVSQGVTTEFLAVTTRKVYIRGNRPLRERLRYSDHSSLDQSAQSRSNVNVTMETKESA
ERCDDTDFVLYEPQYSNHILDSLNNFRKAGCLTDTVISTGGKEFPCHRAVLACSSPYFKAMFSAEMKETQEGRITLDNVR
AETLELLLEYAYTSKITINSANSQELLEMADLLQYKTIVQAASEYLERQLHPDNCLGIKYVAEMHACTRLYERASAYALD
RFPQVVKNEEFLQLPLFEVVAYLSHERINVRDEETVFDAAISWVKYELKKRLPKLLVVLQCIRLPYLTPAFLCSILKNPL
FKQQSSCFDVIQQAMHLQEYLQSNETNIYHVGHQPRWSTKTEVMVVVGGFDANHTWVSDVHYYNPVNKKWGKFAPFPADI
SGYKVVALDEDIYVTGGKSSRGVTGAAFCYHSAQDQWNQVPGLHIPRQYHGIVVLDSSIYVVGGEDGDGRCIGDVECYHP
SMENWGWVPQLPTAVGNPAVVSHSGKMYVIGGYCNGQLTYREMQCYNLDIDTWTVINTVTITTRHFPALVLNDSIYLLSG
AGKGGMQIYNPETNTCGRNSEMCLLERHLFAVCVMNGMIYVAGGMVNYKALGSVEMYDPSTNTWKIVGCMPKPLRAHGCC
ASIRRSLGSEDGSAAVFDCPCMPNNTMATPIKTFKESTARLIQYIFLKTDIFFKCNSTTCGPPSDLFIS           
>Skow_XP_002730545                                                              
MMFVYRKLMARRRQDTNAAENGTEPVNDNKEAEESKVQSPKKVKKQKAKPVKVCDKNAEKAQVEEKGQHTQVETYISRIK
YNDTRFNNEPDFSLHTEDIEFRIHSSLLKEKSEYIQKALSAEAKCIDSVGKGHGIEFVKPPPTARALRILMDYVYTEKMI
VADDEKQEVYIAARVLGIQVDEEKLIGWNNPK                                                
>Skow_XP_002730487                                                              
MRSDYYILCNDKKVALTTPITNPRCIYCAMDEPEGLSYEVPPYKNLQHTNKAFDILNIFRKQNQLCDVILEAEGVEIPAH
RVVLASCSPYFSAMFTGELAESRAERVTLQEIDGKALNLLVDYVYSAEVQVTEDNVQALLPAANLLQLPDVRDACCDFLQ
RQLHPTNCLGIRAFADVHACADLLNCAQNYTMQHFSDVIQGDEFLTLSAGQVCELISSDHLTVPTEEKVFEAVIAWVTHD
SPNRQEHTAILMEHVRLPLLSREFLVQTVEEESLVKSNNSCKDYLIEAMKYHLLSSDQRSMLKTPRTRPRTPIGLPKLMF
VVGGQAPKAIRSVECYDFQEERWYQVAEMTSRRCRAGVAVINGLIFAVGGFNGSLRVRTVDVYDPAKDQWSSVASMEARR
STLGVAVLNSYVYAVGGFDGSTGLASCERYDTKCNEWQPIATMSVRRSSVGVAVLGGYMYAVGGYDGASRHCLSSVERYD
PSINEWTQVAEMSCRRSGAGVGVVGGLLHAVGGHDGPLVRKSVEVYNPDLNQWTQVADMTLCRRNAGVCTVNGLLYVVGG
DDGSANLSSVECYNPRTDTWCLIPSCMTTGRSYSGVSVIDKPS                                     
>Dmel_FBpp0070184                                                               
MLKSISGGVGVASTERGGGGGGCGGGGAGGSASGSRSTSGSGRASCGLGSSSISSGLSAVCGFVTGASGGGGFERDRDRD
RGLANISGGSTPAGILYCPACMAAANQQSPSQNSSPHHESFFLRSSFKSSKRNKARKSASTAGCLDAQHIRANLRMSMSS
SMRSSRGNGGGGAASSSHPPGSSCSSGPGGSGCSMAYDAASNASSGSGSGSGKATSPGSYSCNALNVDFTSYTATHQWTR
MLECAEFVGAKRSKHTVVAYKDAMFVFGGDNGKNMLNDLIRFGVKDKSWGRACATGTPPAPRYHHSAVVAGSSMFIFGGY
TGDIHSNSNLTNKNDLFEYKFQSAMWVEWKFSGRQPVPRSAHGAAVYDNKMWIYAGYDGNARLNDMWTLNLTGENQWEEV
DQLGDRPPTCCNFPVAVARDAMYVFSGQSGLQITNSLFEFHFKTRTWRRISNEPVLRGATSAPPSRRYGHTMVHHDRFLY
VFGGSADSTLPNDLHCYDLDSQVWSVIQPEQNSDVPSGRVFHASAVICDAMYIFGGTVDNSVRRGDTYRFQFSSYPKCTL
RDDFGKFFQDKQFCDIQFIVGAEEIRILAHIAFVAARSKYLRNKILAAREARQQQMEKVYGVGQVDALALNAGAGGDRGP
MLEVRLANASPEAFEIILNYIYTDRIDLKDTYSKNIIILITDIYQLAGLFTMPRLAHGCIQYLDYKINKLNVLEALYNAD
KSNIKIIKDHCMQFIIKEENFTDVVMSSEFSDLDKPLLVEIIRKRLYPSKLVIDTSYEGNIGTTLEIDLCAFLESTGKDF
CDISLVLEDHVIPAHKSVLSSRCTYFQGMFRSFMPPDNTVNIQIGEISPSLEAFHSLLRYIYYGETKMPPQDALYLFQAP
CFYGLANNRLHAFCKYSLEHNITFENVLQTLEASDITKIYDIKEYALKLIVKDFAKVARLPKIAGLSRELLLEIIRAVAD
SHGEFLTRININTDI                                                                 
>Dmel_FBpp0070790                                                               
MATTQQYSLRWNNYLRHLTYSLDNHRLNDDFVDVSLCVDGRRIKAHKVVLSSCSSYFKEIFKENPHPHPVIIFKFIKFED
LNSIIEFMYQGEVNVQQEALQSFLQTAELLAVQGLTAEEKEKPQIPVAPLISEHKLIKTIPSTIRAVNEQQQQVSNVAQA
QTATQTIEIPAATLLQATNASQVPSQVVAAAAAAAAAQQLQVQHQQQQHHHVQTTQIQHIQVQSAPPPQQQQQQQQQQQQ
QQQQQQQQQQQQSQQQQTTPVQTQHLTITNAVALPAASSVKKRKITFSDDDDNMYTTETVDYAVKDEQTIVKTAEMTFLR
GAVKMDIPDYIVGEVDDRLSDGATPQTSQDATTAAAQNVAQYSSEYEILTESEMEEKYQADADNAEIAIEMTRLLGTASG
TPGAGSGQVMEDSGGGSATTGPSTTVSVTQVKSDSKASGTNAALKPGSVTVARSSKSGATASAPPAGSDEESVQYTGLAP
LNCSFCGRPLKSVNALRRHIASRHSEIQGKEHECFICMKSFKTKWSLSTHNSRFHREMGCSTKGFTKIEYSDH       
>Dmel_FBpp0070823                                                               
MLPQQYCLRWKYHHSNLQTMFSQLLDRGCFCDVTLACEGQLIRAHRVVLCACSTFFDAVLSNYASERDPIIIMKDVTFAE
VKCLIEFMYKGEINVEHSSLPSLLKTADDLKIKGLAEVTWRDDEDGPPPPMAAAEFHSPPRSLAESYAQDLILQHQQQQQ
QGPAAPPLNLHSSAALLERDRERERERDRERLSPGMEGVLGRMPVMTPLTGASGSAGVGSVSGGTSLEGVAPVEHFLGPK
RKRGRPPLDDAYDVFNVRKLAQYAANLEPAQRAYLETARHFTEEPPLAAHAASMASPPAACPPKQRQRLRHQQQQQQQLL
QSESSDQEQPAAGQDWSNLEPNGSATPKLLSDGDANKQETEGGDESLPAVLTTASSSGTKKLEKIGERRERHGKLRHARR
LYEKSGEDEVDPPKEEPDELPQPVEEIENEHLVANRAESPRPTVVIPASFACKYEGGVTAAGGGSGSGTGSGSLGSSYLI
NEHGMLMAHEFAPNVASAAATAAVAVAAAAAAVANASAGNGNGGQDVSGSGTGAAADYPDIKLEDYDAAELRLTNEELSQ
WQDVIKMDDYLAKGRRPQFWEEPFTKRVLDAIKNKRLEMKKAARILGVSYGTLYGRYREVYGCLKHPYSGTAFRNSGSTS



TSQMGVQPRFDLGFRNGGVLPAQLVQTNPYLQSWAS                                            
>Dmel_FBpp0071249                                                               
MSAVNQKESPSRDSTASTSGHISMLADNTLESLSRDYSLGSLNSAGSQDEFFRCRDHADNILKRMQLYVDSQQLCDVVLI
AGIDGKRVPAHRLVLSASSAYFSAMFTGSLRETKEQEVTLGEVHGDALHLLVQYCYTGFIEMREDTVETLLATACLLQLN
AVVTACCNFLARQLHPSNCLGFAFFAEQQSCTTLLRLAQAYTCQYFMQVCQNQEFFQLNADQLGKLLSSDDLNVPSEQDV
FHSLMSWVRHDSAAREQHIPELLALVRLPLLQPAFIMDHVENVCNANECQQLVMEAFKWHLMPERRSRIATERTTPRKST
VGRLLAVGGMDAHKGAISIESYCPRLDKWTPWKHMTGRRLQFGAAVMEDKLILVGGRDGLKTLNTVESLDLNTMAWAPLN
AMATPRHGLGVAVLEGPLYAVGGHDGWSYLNTVERWDPIARTWSYVAPMSSMRSTAGVAVLGGRLYAVGGRDGSVCHRSI
ECYDPHTNKWSLLAPMNRRRGGVGVTVANGFLYALGGHDCPASNPMVCRTETVERYDPATDTWTLICSLALGRDAIGCAL
LGDRLIVVGGYDGNHALKSVEEYDPVRNGWNELAPMAFARAGACVVAIPNVIPPAAQQPPPSATKKKKWKPVRLDPICYN
RRPRCVEFVDYYNM                                                                  
>Dmel_FBpp0071426                                                               
MSSQGHHKMSGGGKKGAMEQDYTDVVDLGDRFSADMARLCMNEQYADVEFIVEEERIPAHRVILAARSEYFRALLYGGMA
ETTQRQIPLEVPLEAFKVLLRYIYSGTLLLSTLDEDSTIDVLGMANQYGFQDLEMAISNYLRQYLALDNVCMILDAARLY
NLEELTEVCLMFMDRNAGDLLLHNSFNTLSKESLEEVLRRDCFFAPEVQIFLAVWKWSRFNSNVDFKSVVSYVRLPLMNL
EHLLQVVRPSGILDPDKILDAIDERSTSKALPYRAALWPEENVAAETFLSRCIQGECRDALLDGDVTTYDMENGYTRHCI
TDSKDAGIVVELGTFCMINHIRMLLWDRDSRAYSYYVEVSGDQQHWDRVVDYSDYHCRSWQYLYFEARPVRFIRLVGTQN
TVNRVFHVVGLEAMHTAKVPRLVNHFVAPKTNVATVEMSAIVTDGVSRTRNALINGDYVRYDWDSGYTCHQLGSGEIVVR
LGQPYYLGSMRLLLWDCDDRTYSFYIEISTNRKEWQMVVDRRNDRTRSWQNFHFTPRPVVYIRIVGTRNTANEIFHCVHL
ECPTQDKNYLKKIADMEKEREKREKEKKTAKTDDDNIASTSGSSLASGHAESPSTSSSSSQSVLRSIHWPPQTREVAVAP
LTPPALSPPGTPALPAPLTPATSSPHNNHEQNQPSNISADASHHTSPSSRSNPSPSLSRSRSQSAELEPVPPLVELDTRE
TL                                                                              
>Dmel_FBpp0071683                                                               
MSISAVDRKEPGSVSSGLGRRYGQLLRGAKYTDCVFHVCEEQVKCHKLILSSASPVFEAMFFGPMQNNEPEPEIEIHDIS
SAIFKVLVEYIYTGVVDYNGLELVACIELYYAAEKYLLEELIADTLMVITRKLRFANILPALELSVCMGLDGLLEVCMTF
FMRCCVNNGQYMSHLKEHYVHVSKECVKAIIAACKEPHKLLIWYVYEWTRQECEQLGLGPSDADLVVHDLGGKTSDWPAA
SGASDLESPALTPVVLVERCYYKACRPFTVDAETPLFRLRLKCSRFISLMGLVLNSRLTPNLLGHVQQLEYRESLRLDLC
EVPAESEGPATSPVWSHVVQSQNTKYNCNLHLGWRREEACVLNPELTYELQIRWDSSAYGAEYPCSLQSCQADGIRFTDE
DSFSGSLVKGLRYANLV                                                               
>Dmel_FBpp0072038                                                               
MKEFQRMLMLQYSKHGECILKEIGAAFRGEHPADLTIVCENKVKLHAHKLVLAAASPLIRNLLEDTHLSDCSTTVYFPDV
NATYFKFLLDFLYSGQTCITSRDVNYLHDLLLLLQIKSDSWKTTDSAYLSSKCGGLRDRADRRKQQYTSPQNLEPDQTLK
YEVDSVDESRNAADFSSAFNSNDNCESAAECERSGGHNNKEEDEDDCTHKDNKSDKDTDEIVNLSNAPPSGTSGSNSNIS
TSSNHQQQQHHHHHHHNHNNNNNNNNNNSSSSTINPVNLSLDLRTKSENSASRTLGSGSDHSGIDLAVTASESTKRKGLF
FDSHKDVMKPLSDGSDINSSPENYVVTPHRKRRPGFHNTQSDNQPFTSYPHSLLEELRLAKSTTSPISGFGSEKNMLAHL
EDGALNGDTLTPDRKHLLEAQRNRAQSPEIPMHLGPQFVYQWQSNQNAAMSAMPNLQSRLSSLSHISLNLDHPEGRSGSA
SGSGANLAGSNTHASSVREYRCEYCGKQFGMSWNLKTHLRVHTGEKPFACRLCVAMFKQKAHLLKHLCSVHRNVITTTNG
ADTENRYSCCFCSMCFESVQELVRHLSGHHNNLLLTKNLRE                                       
>Dmel_FBpp0072358                                                               
MLKDAHQKLIKHRQSTKLSMTDFACQAAPVKQPLPLELPLPLSVQLQLLAKTPTSDHAPMHSTPPTTPPTPPPLPLNMSQ
SASAVTEAATPENSLPATPPSEGALAVPSAPQDHYSLRWNNHQNHILRAFDALLKTKTLVDVTLVCAETSIRAHKMVLSA
CSPFFQRVFAETPCKHPVIVLKDFRGWVVQAIVDFMYRGEISVPQQRLQTLIQAGESLQVRGLVESSVPEHTPTPAASPD
DFGMLDTSMLSSTFEDECPTMVRPSKGGKLLMPSARLFGNASSAIAALGLRRKREQESDRDLESDQELGGSSPMPRRKQA
RPRRRSGDVPHDFTLNKTDAESLQTVIKHELLERAERDQEEAPDQDNSQGEAEKISSSPAKTLVERAKEQKSMKEEGSDQ
PRSLNENHHQLELDDEDDDDQDHEEEEEQDIEELIHTTNELRRQAAAAAANAAAMSPNPSPCLSDGPEDLCTTKKGKELI
SGPSSSADCESNNNNSSKLQDNNQRIMLSLKDIRQLNANPNPTAIHTPTSCSGGNNGLLTFPPPGLRPPGLPDSPPCHME
ALEAQMHAAAAAAVAAAGSGEHPFHHMEHQMEMSLAAAAAAAAMHQREPRDPRDGRDHNAFASNLLGPMGMPPFGGHNGG
HPGNSGPGNGCPGQAAHERLEESMNRLSKELGKEFGKEFGKEFGKEFGPASPMSLQGPFNAPDGPPHPPSPLPFPGMSSA
MTLTPPHMFGLDSPLGLFPPGIDPGKLYNPLMEMSDPRDMPGGPPPFLKKKMPRPKGQHSAPRGGPPRSWTNTELTEALQ
HVWNKKMTTSQASRIFGIPYNSLLMYVRGKYGKSLKLEQLRKDCISGPPIEMLQMGIGGGSGGSTKNEKSKERKEKEKDK
NSMSSNGSGGSANSQGGAPTSGSGPMQHSGELGPMGQLDLDLGLPLGPPGGPRSNSSEPDLLSAPNALFNPFNPQGFYPD
FSGGFPGLPLSMLNLLPPAERHHAAAAMHHLGVSMDEDCKSVGSKQSSSVDEDYSGPGIPLSLEHRREISATGPPLTPSN
GGTGHD                                                                          
>Dmel_FBpp0072535                                                               
MDMTKQIVDFEIKSELIGEIDQFEASDYTMAPPEEPKMVEESPQLGHLEDQNRKYSPEREVEPTLQDPSEVVDQMQKDTE
SVGEVKSPEKDVETELVKSKASPMNDQALTPPPRPLTSSEVVGLRDPEHTELRMCLEAKKSRSLPVSPQPQPNLKLAGSA
LFEFGQRSSPVETKIKTNPETKPPRRKIVPPSGEGQQFCLRWNNYQSNLTNVFDELLQSESFVDVTLSCEGHSIKAHKMV
LSACSPYFQALFYDNPCQHPIIIMRDVSWSDLKALVEFMYKGEINVCQDQINPLLKVAETLKIRGLAEVSAGRGEGGASA
LPMSAFDDEDEEEELASATAILQQDGDADPDEEMKAKRPRLLPEGVLDLNQRQRKRSRDGSYATPSPSLQGGESEISERG
SSGTPGQSQSQPLAMTTSTIVRNPFASPNPQTLEGRNSAMNAVANQRKSPAPTATGHSNGNSGAAMHSPPGGVAVQSALP
PHMAAIVPPPPSAMHHHAQQLAAQHQLAHSHAMASALAAAAAGAGAAGAGGAGSGSGSGASAPTGGTGVAGSGAGAAVGS
HHDDMEIKPEIAEMIREEERAKMIESGGHGGWMGAAAAATGAASVAADSYQYQLQSMWQKCWNTNQQNLVQQLRFRERGP



LKSWRPEAMAEAIFSVLKEGLSLSQAARKFDIPYPTFVLYANRVHNMLGPSLDGGADPRPKARGRPQRILLGMWPEELIR
SVIKAVVFRDYREIKEDMSAHQYANGQGHGTYIGGGTTTNGYHSAAAAKLAAQNAALAPPDAGSPLSSMTETLRRQILSQ
QQQHQQHHQQQAHHQQQPSHHQQQSPHAQSMNMYKSPAYLQRSEIEDQVSAAAAVAAAAAKHQQQQGERRGSENLPDLSA
LGLMGLPGLNVMPSRGSGGGSGGAAPNSAASYARELSRERERDRERERERELSRQYGSQSRGSSSGSGSAKSLTASQRPG
AASPYSAAHYAKHQASAYNKRFLESLPAGIDLEAFANGLLQKSVNKSPRFEDFFPGPGQDMSELFANPDASAAAAAAAYA
PPGAIRESPLMKIKLEQQHATELPHED                                                     
>Dmel_FBpp0072538                                                               
MASAQAETNVGLASEQGPVAQRQRKGTGSGADSPKSNRSSPTQQEEKRIKSEDRTSPTGGAKDEDKESQGHAVAGGGGSS
PVSSPQGRSSSVASPSSSSQQFCLRWNNYQTNLTTIFDQLLQNECFVDVTLACDGRSMKAHKMVLSACSPYFQTLLAETP
CQHPIVIMRDVNWSDLKAIVEFMYRGEINVSQDQIGPLLRIAEMLKVRGLADVTHMEAATAAAAAASSERMPSSPKESTS
TSRTEHDREREAEELLAFMQPEKKLRTSDWDPAELRLSPLERQQGRNVRKRRWPSADTIFNPPAPPSPLSSLIAAERMEL
EQKERERQRDCSLMTPPPKPPMSSGSTVGATRRLETAIHALDMPSPAATPGPLSRSSRPHSQSPQQQQAQQQGQLPLPLP
LHPHHHASPAPHPSQTAGSAHHPASPAGDSRFPLGPAAAMAAARELSGLGPGPSAEPRLPPPPPHHHGGGGVGGGGVGGG
GAGGVGSGGGSSLADDLEIKPGIAEMIREEERAKMMENSHAWMGATGSTLAADSYQYQLQSMWQKCWNTNQNLMHHMRFR
ERGPLKSWRPETMAEAIFSVLKEGLSLSQAARKYDIPYPTFVLYANRVHNMLGPSIDGGPDLRPKGRGRPQRILLGIWPD
EHIKGVIKTVVFRDTKDIKDESLAAHMPPYGRHSPAFPLQDLPLSYPGASGALAGAPSSMACPNGSGPQTGVGVAGEQHM
SQETAAAVAAVAHNIRQQMQMAAVPPGLFNLPPHPGVGGGVGNVPGAAGGRASISPALSSGSGPRHAPSPCGPAGLLPNL
PPSMAVALHHQQQQQAAHHHMQQLHLQQQQAHLHHHQQQQQQQQQQHHQGGHQVAHKSGFGASSSSSASSSSMGQHHAPK
AKSSPLRSETPRLHSPLGDLGLDMASYKREFSPSRLFAEDLAELVGASVSSSSSSAAAATAPPERSAGAASAATGADAPS
SSSSGGIKVEPITTTSE                                                               
>Dmel_FBpp0072630                                                               
MDASPLSPEQAPILVTGRSLDQQVDASSPNHSNYSNLTNSSSSGSSASSPSACSSSSSSSSAPQYSADIRAAALHPQQPQ
QQQRGSASGSRSRSGSTKTCELDVGEERDTFSPVSSPDCNGAAAVNVLPSSSGSVDNKIYEGGSKGKPPSKEEKQRQNEE
IVCMETSTVSTETGSWESMYPAASVAPQAEPEEMEATTVFKGISASTLLRDLEKRDQPLSTSGTSACFIDASSLRDEDEV
LSFPSLDGHGQEEEVGQEATGDEEPVDEPSPTDQLEQFHKSFARCKGVRLTQQQQQQQQREPEQEDPPDEPAEERHAPMS
VPYSFQHNAQHFSVLPLGSSPKFTHHQHQHNQSQQHHPDLSYTTDYSSSSPAPSLVWSEQGRNHHGASSSTPHNSMVHIE
PASAGSNNSSIHRDYTLSSSLSHHRDSGAYCSDATDSPLPLPRTPKRSSKFDEANPIVSGGASIEDFREKQCESPSIKRR
TDTCPIVSGGFVSLDFAPTRPLADDDDDEELGEDPEIAGVEMRVKTGVQRKPVPGIASWVVDMSDCRPERRRSTSSTTSS
FRERSDSNSSHKSGCGFYVSLDDMDRKPQEQQKAAAVAPPSQLSKSYTAPKSSGFFVDLSQSAKDEEVAPKSQEVAEGKE
ETKPEPKNIFSMFIDFGEQKTPRSNGRKEPLSLAQRLSSSLSSSASRRGDTEVMKSSASSTETLMAKSANLKDVSAGAGE
SKSLDYRCNLEPPLTVAALRRLSQQHRQQSDPSKRHSWGSNGQPEQASGSGTGNDCKRSISLTANGATDSGAGLMSIIDK
LPIISKASSLSIDSSVSPYDDFSGSNPGISSCSEEEQGQVQGRIKKRRRDVQINETYDKSSLASVTEGILSKDLSPASNT
DTDDLTFQQDEQLAKEQAELVSVPLQLTSSSNRTSSVMETIIEAKETASPKKQVTLSNGHTMESLHATIEKQKQLLETVN
EHGEQTTQQPSQIPSSFVKLSDMDKPVKHDLQSPDSMSKSVGNNHRSSQLGQRLYRDENRARPHSWAMTRSTGNTLQNFT
NSVDNIRSLSRLFPNFSKEFSNSLPNGMTLEQVQGQQVDYIQTDLSADSSLASSFSRSGMDESSLSCRQPRRLGEDLLKM
FLQEIATDMLVEVHGRRIRAHKCILRSRCQYFAAMLAGHGSQSVVSLQGYSYAAVHFALCHIYSGASHPPDGISLMELAA
LADLLGLEGLKEVTAHALKTNYCHNFHKPCSGCSDGILQVLPVALNHALDDLYRKCLRWTCRHYLKVWPTRQFAQLPPDI
LGRCRQQIVAYMTSDTVLDTVLDCDHLLAQLSAYRWGHVCEQLVREILEAAYAYVGDHFASLIASDSFLSLGHDRSRHIP
RLETLLLHTAAELTPEQACRSYQRVTRLNTVLQAKVIHMPASLGQSELARELQGLQEEQLDWQPEYIRLVGALVYAVEQC
LIRQCSRAMRVTAWQRMDLELRKKIQTLARLTEPLDMKRQNGKPVGKAFSFGGSTRSQDLVQIKLAIQAQTKRANAQETL
MYKATQTQDAAGGAGHVQTADRGVQANHESREGGSKLLKSNSRAYVPHRASSQVATERNSLNLHRRTQSEAPPVTHKKPI
TVAASTVESKSAQGKPNAAAAKLGEVRPRYLEPRKPRAMAPSATNGHGAGPVRSATSSSIPANGGRKAPAKNLHISSSDS
SRNSSPAARRVQNGTRLGNKSSNLSMDSLASPARRAKSSSRGPQERYSSDQNSLAESMKSSVITNKTISHESLSGSSKLA
RIQQINGHSKGAATGKIKATQRGSTVGNKSTRQLKQQHNAMASNGSSPSSVHTTKSAASRLSSVSSTLSTRELFKQRSIS
VPAGGTDGAPNKGRHSFLSAKSREILAKRAEKNKLQQQQQQQKQTEAPVEERGSVQLRSSAGPLRSSSHSAVSSMLQQHN
LRNSLPSNIPTRRPNTLHLKKTTAATNGVGGGPTKTTTNGMSNGTYKSAQAVKQKLDLLIDAQMESVVPRERVESKLERS
STFCKDSADLDISELQIVE                                                             
>Dmel_FBpp0072891                                                               
MNHLKWMGHSSTIMDIQRSLRNDNQHCEVVLASRDGVRVRAHLFVLSTCSELMRNLLVDVPRGQEATIMLPDIRGDLLEC
MLSFIYMGETSLPSASLPEFLEAINLLGIKSAISFECNPSASPPSVDVENHSLAVESAKSITGLQIAEAELLDDEEEPHP
MVSVPATTLAGSQHQPSHSSRSLEYIDVYEPPKITYSIEHMDGSSSGNQFILTENTGTFTITQSASSLSKIEADETGTSG
AEVDLGDDDVDADLAEDSEEHESQMIDEEFAQADPLMELEAGTEMDDDDDVHDQLVDEEIDDKPRKLGGGKTRIRRPISA
KAVKRLSDCKPTRIQQFAALKREVKDDINDALDLAADAVIIEGLSLQKAADRFDISKTVLWRRVRTNPAYMRNNRERPSL
QEAYERLKNGHSLKSISSELQIPMSTLHRHKVRLSAQGRLPNFVSCRKRDNTPKDELRDKLAKAVHACLNEGMSQNHAAN
LFEIPKSTLWRHLQRRTTSQNKKVKKELKANYGDDMLN                                          
>Dmel_FBpp0073397                                                               
MNDNGNGGAAPVSGGVCGVGGAHGAAGGADGAGGAGGGGGCGAGGGGAGAGPGGGPGGGAAAADLAGEAAGGAAGGDAAI
NNQANANGTSESPAKGLNSSEDLDAKRRKCRETEEGQDEASTMIDANSVLNKIANLYAEQLMSDIVLLVDGKEFPAHRVI
LCASSDVFQVMLMNPEWNECSKHVIELHEEACCSAVFPQFIKYLYVGQIEVTLQTVMPMLALSDKYNIRDLIDLCVDYMN
KHVAKAATSGYLVSWLQYTLSFTPTHNDLTETLKRFLKWNLEMVAESRDFVEMDPAILILLLQQNDLVVTSEYKLFDILQ
TWLLHRREQMEATGSGGFMELIEQTVSHIRFGMMTPRQLSHLLMDPLVEYHKEFLVERIAIGMSYQSGHEDRVREVRATE
SGKLQFTPRLYWNDTWSVDIDVHNFTAIEDYKNYVTCFFSQRHIAETEEDDPCMTWEIEFFPRGVRYNKAKMVWGEDVPG



CSLNTVRLRVTCKHQNIGEERFKIAVLIVGMQNQIMHIRTVVERTEYFSDTSRVVNLDNLLPYEELEHTSLYLSPHLTGT
ARNTLTLHVVITPMGSHTCRDTPPFQF                                                     
>Dmel_FBpp0073518                                                               
MFTNWLTGSSSSSSSTPIIRSNAAGIVGAGNVTPSGVSATALVMSSPPDVILEVGPAPSNVRFVAHSLVLGMHSGYLRSA
IRLDETAAGTAASVSASASISITGATAASCNPSSSSSAASSSSSAVTTASGELLLYLSNVTADQFAPLLTYMYTGYLDLN
VDNIFAVLLATHVLHMPRALEICRSFLARAQTEGYLNGNPAAQLCPVPSIPAKIIRPIPSKATMPNFGFLPLPQAPPSVA
PSAQPTAHQPTTGIAPVASASILSSFGTNTQHMEHMEQPIAMLDNEVDEEDVEVFIDSNTVTDNEAEELEPDVDMDCNVS
VVSSLAASSAGSMNIERLDVKPPTPIPVSVATIISATTTKSQAQSLGQSKGQNSRRESNSKGNRTKSSASRSRKSSGLQV
AKAPVPAAQLDLTAAATPSITSSKFIIDVASCDGPVRFRRILNTAYGHKPEAMESNALAGPATAPAGGSSNSTISEQHRS
QQSVSLSFHQQMARAISSQQRQLSHQQQEESENSGDAIPATIGKQHATGATAASSAMSTSSTHAGSNRKSQATGTGTGSG
SATASSAGNQELYVCVYCKHTFKSQYCYQKHAKRHLNPLTLTTNDKKLLMESAASMANTIEMDNPSSVGQSGANNSSGSI
ATGNGATAVAATTALLRREVRPLDMNVQYYPCKTCGSKFPSYYFVHKHRKMCHADEIEATATSNTSNNSSSNNSSNNNSS
SSSGSSGSSSNHAKRDDQQQQQQQS                                                       
>Dmel_FBpp0073904                                                               
MLMLILILILILILILFLTPNLCNLSKLINSQCPYVHFINVRTRERLCYLEQTFLNFANSIRTLKEDPTESEIVEIDHEV
PPEEYLVPYIQNYECADIIVTVHDRVFLCHNIILSIYSRRMLKILQEDVDHIVFKSNDLSPKGFSDAYLWMISSDGEVNP
CDMGEILRAAYFLDIPELLEACWANLDRITFFEISAFRLLFELRGATNLWDVFDKLTGRISISILPVASTREFLCLSETQ
ICYILKSNFLAINSEMEASSISIRRSSTYRVLSQIRFSFLPPLMLKKFRSEELHKMPEFSDILKEFSKSPDVITLLRDSV
FNSSLLLTVRNNPSVLDTHVEFTEVELMEPRHWVQDHTCDYHRKVTQLCPNMRFITLNEYQEYLKRLSIGPEFNTCFKHT
RDRESEGQEDMWKHM                                                                 
>Dmel_FBpp0073924                                                               
MGANTSSSSYLTAASSGSGANSNASNSNGNLSAMPPGMGEIPGGGGGCSGAFGSSSSCGPSGNAGAAPGIVISGAHYHRD
QRRKRATGFATLKRKFIRRRRSSKACDHARVLRDFVSDWAPVELAALCEEFEALSALRDLSVQAELARPPAATFKQDLAA
IYEKNLCTDCDLVFRGTIFSVHRAILSARCVYFRDLLAGCPGFGARICLELPTSPIDVQLFSSLLRYLYTGDLCPHDPNI
DITLLRQLGKDFGTPNPLEHDLRYLLETGDYADAALVFTADGSNDYLRQDSGTSEYGFRPKIELPCHKAILSARSPFFRN
LIARRTRNMDEYVERSLHVPTRIVLDETVIPKRYARVLLQAIYLDSVDLSLILRGVGSGTSAGSLGEVHALTNTGRVRPT
TLEEAMELYQIGRFLELDILAQGCEDLILEWLSIETLPTVLKWGCQPHGSAWVFRQACQYLREEFAAVSSSPVLHQLDKS
QLIHILHSNFLQASELEVLQAVLKWGEQELIRRMEDREPNLLSHTAHSVARKGVKKRDLSDIELREILSELLPLVRMDHV
LPPHCEVLCQAIRRGLVSTPPSHMIGDDRENLRINAWIRGGKNQGLYVRPRLFMPYFEEVKALLEDRMSSSHHQVELMRM
RRCRHPPDIPDTLYMVSHMNSKANSDLSTVENRSTDGNVDILVGAAVIPPPDNQTLLAMRKREHKLRQSPMCQRALLLPL
SSKSEIDRQIRLRVVREFNLPDEVSDLLESALQTNPGRNESHAEETSASTSQKDDSLLEDEDQSPPPSPAATCSVSRHTT
VASSFLSPMGSSVASCGTDAAHPCYSRNLTFPRHHSNGLIGVANAFGSSSGPTLQCSYSRLSSSVHQRNDLPALITEGDF
RFPHGNGLGLDMGAEGGACGLDTANSHLSEMMPDVAMATASLGQLHLTNNGAGCAGNIGGRAVSSNNDMSESLQLDLGDG
PSPHIIGSAVGSMTLRNIQHQLPTNNYHHFMQRSNSPFEILRQGQPSPTSHPQHSGTYNSGPPRFL              
>Dmel_FBpp0073935                                                               
MSGATQEFCVRWNSHLGSIGAAFPQLLAGQRFVDVTLACEGQQVHCHRLVLAACSTYFEAILAEHPCKHPVIILPREIKL
WEIQALVDFMYKGEVNVTQAGLGQLLRCAEQLQIRGLYGSEAPINYKKLQQASLEAAKDPAATTARSFKHVDSAETDDAA
TNSTTSTTMTTSSAPPLPVNHQQPTVLKRQNPDARQQQQQQQQQQVQQRPQINGSNAQQPSKATSTNVLGSHSNAPTEDD
SGDEVPNNWNAYGEQFDDCNISAQAVDNKMNVHLSLQQARMQMQLQQQQYLDSNVEDDHNYVAAHDENNDSSFATGVPCG
SGLSLSLDTDLDTSANTSGGLSHSSIDGYTSYKRVRRSEASLAQAAKCVSKGETFQTVSNMFNIPVSTIRFYMARKGILP
KRKRGRGASHAGNIIITTNSGKLSTVPASITHPPAHPHIHTNPLPHTQSQQMSMDSLHLKAGIANTSGSNSPATATATSM
SPSFDMATTGDIVPFHLHSDAAAFKLNDQKLHMI                                              
>Dmel_FBpp0075260                                                               
MGDLPGSGSTAQPRDAAVTGTGGNSTAGGGSSVGSTAVDRPPSPARLSHTSEKHPKVTLTELNMLRRHRELCDVVLNVGG
RKIFAHRVILSACSSYFCAMFTGELEESRQTEVTIRDIDENAMELLIDFCYTAHIIVEESNVQTLLPAACLLQLVEIQDI
CCEFLKRQLDPTNCLGIRAFADTHSCRELLRIADKFTQHNFQEVMESEEFLLLPVGQLVDIICSDELNVRSEEQVFNAVM
SWLKYNVAERRQHLAQVLQHVRLPLLSPKFLVGTVGSDLLVRSDEACRDLVDEAKNYLLLPQERPLMQGPRTRPRKPTRR
GEVLFAVGGWCSGDAIASVERFDPQTNDWKMVAPMSKRRCGVGVAVLNDLLYAVGGHDGQSYLNSIERYDPQTNQWSCDV
APTTSCRTSVGVAVLDGFLYAVGGQDGVQCLNHVERYDPKENKWSKVAPMTTRRLGVAVAVLGGFLYAIGGSDGQCPLNT
VERYDPRHNKWVAVSPMSTRRKHLGCAVFNNYIYAVGGRDDCMELSSAERYNPLTNTWSPIVAMTSRRSGVGLAVVNGQL
YAVGGFDGSAYLKTIEVYDPETNQWRLCGCMNYRRLGGGVGVMRAPQTENYMWCENSFKQPNS                 
>Dmel_FBpp0075887                                                               
MSIWPIRTLPNSKMRSCMMELGRTNRHTDCTFIIEDESGGSQSFPCHKLLFSCASDVFDRMLYGDYIESTSGVVRLNDVQ
PDIFEKFRDYVYGYECDKLQKYDFDTLIRLCEFANKYLVQSLEEDCVKDLLIRKNTFDMGELLRLFQCAHRMNRKSLINQ
IAWELKCTFKSTLDHSGVYEFNCEVFKHYIEVIASKISEADRFRLLEMYLKYNGIEELESAGQVDSQDATEANTTTITTT
NEVENQESELPSTSCVPLKTECSFAVPNKKASFVSDLLALIDFGKLSPKEFYDGPGKSNFLSLAEKYEHMYQIAKNCVTA
KDELQLKMALTTEQKPPLPSESRRIVHMGGSLMRDEPTASSVTSHYLSRPIRRYRAWSAHSDV                 
>Dmel_FBpp0076347                                                               
MAAENYHLKWDSHLTYLNSSIATLYKNEKFADVVLYSSYNSSGIPSDIPTVGISAHKFILSASSQFFATMFETAPITNPN
GVLYVVLPPDLSHRAIQILVQYMYSGEATVSNDILNEVLRGGEILKIRGLCRTSSSNGGGSGSVVTTTHHPHSLAGHLHP
REASTMYMSNGTRTALPPPPPPPQSTMSAQLQGDLYASKPGGSTRFALDHHHLSSHHSHLNHHNPQQQFRGLGASVMPKD
SPVIIKSPKLAAHTGLLTVASSSKLGISVNKEVAIDPEDKCCFAAPGQLESQSHPPPPTTTTTTVGGGGGSVGGSGAPPS



QPISICTEVGCSSCPLTAGPGADQAETTLRRTEYEEQALRERNEVGLVFERRLRRESACERSRDYYEAPHFEHVVSSRLA
ATPPPPPQQAPPSHPPTLRHPHNFLTIKQEPTDWSNNPPNASSASNNNNLEELPLASPKQPLDFKMSAVKLEVNRDRGTP
SEESEEHTLRDYNNFKQLLVCEICQKSFEDTKMLVRHLGTHAGDPTGGTERNLLPSSASGSTTSASSNLALRSVKTYVPK
KRRRVSQQENNMDHDHVTLLCDLCSTSFDTPAEWVRHMNSQHTEIELAMFNSKKDGEQKGQQPPPPPATSSSSTVSNSQM
QPKYPSSTATRSTHSLMLHKMSNSDAVATTTSPGASTSPNG                                       
>Dmel_FBpp0077004                                                               
MAATPAPAVTPAATATSAAAKIPVNPVSPEEETLLRGLNKLRNEEKLTDVTLIVEEHRFKAHRVVLAASSDYFCAMFADC
AMIESRKDEINLYGIKARAMGSIIDYIYTSMLELNYDNIEEILAAATHVQVREVIDRCTIFLGAKIEMENCLAIAGMADI
YGIMDLSERAYRYMCAHFEEFATTSDFKEMKVDQLRFILSSNYPIDVAEQDLVRLVCSFAIEQQLNESALGDLLRLIKWQ
HISYKSVDELRNMNCSLDKGKQLPLPTSYYNRIKQEHMGHLLNGVVSLKDQSLPQGPTNMRGMELCLLKIGGFEWNGLTN
VIMCFSPKKMNWYELTAIPHIDQCNFGTAVLNNKLFIVGGAYDVFLKEYIHPFGFCYCPLRNTWMTIAPIQQDRCRFSLN
AVGTQHLYAVGGILDDDNEEALRMISNVERYDIAKNVWTYMPSLQENRSQHAGVVVGDKLYISGGVHLANILASMWVFDT
KTEVWQELASMPTPCCDHVLVAVDNRIYACGGWHESLTEWRVLVEHIYAYDIETNTWSVETKIPAPKFYTGVTAMGRTIF
FVGGLDSTESIDRASAETMAYDLDTKEWWHEKDSWDSPNDVWESTCVAIYVPNCDA                        
>Dmel_FBpp0077033                                                               
MDIDWQNGLTELKDRGQYLLHSEKWADCRFLVGSSPTQRLIAGHKLLLAMASPVFERMFYGNLPDKTDPIVIPDVQPEAF
EAMLEYIYTDRITIGSFDKACELCYVAKKYMLPHVVTRCTHFLWADLSPKNACRAYEFAKLFDEPRLMQSSMDLIAANTR
EVLSDPSFLDIEVSTLMAILDQNRLNIDSELDLFNCLLKFASERGILNESGQEETASGGQVLTKESPDNAAGHVLVEEIK
MEPDVAAMVQHMHQDDEADSFETDAGMASTSSAAAAAAAAPTAASPPLDVASGSDDLVIIDSDASADAAANMINIMDAQR
TILDGAMLRQAVKKIRFLTMTPQQFAEGPARSKLLQQHEALSILIKISSPSLNDCHMPEGFCVSRSTRNFYESGHRHAQR
ELSSSYRTGAAPSGVCFPGPGPAVRSGGPSGGGMMMGIAPRFGSVGTGFGFAGEELVIRPPEPVGVPPDAAPAPAPLRCF
GEGYESGAPVPAPANDDDGGDRGAPAPAGGAAAGGAGSAAGNSHNDMVRAYCMRSLTRQFDFRNTSVTDAGVTFQVDTNI
WILGVQVPTRVLCGELMTSAGFTERYTEVLYAHIQDMHGSRITYTHCTARVRYDSLLDITFDRPVYIYRNQIYKIYVVFN
KTGWYPMYSCVPDANCNRVKFMFNVGNPTESVRDGLIYAIIFSTPQDHGRHLVD                          
>Dmel_FBpp0077547                                                               
MDPQQQFCLKWNSFSSNLAITFSNLFKSDLLADVILSCDGVVFKAHKLILAACSKKFADLFENTPTNGQCVIILEATTPD
NMAALLEFMYKGEVHVSQEALNSFLKSAESLQVKGLSTETGRLAAQQAQQHMGDLSPLDSPTGRRSVRNSLSGGSSSIVP
GGVGIGLGGGATGANSMSGMGIGNGLSLAGMAAGGGMAAAANAAASSLSTLAASANIVDRCGSAGANIISGSAAGIGGSH
SGGAGNGSGTVGIGGNGVGSGGGNNGPISLGSGAGAAHHLGGSTGILKQECDSLMHPGGSSSSSGMGYTHVPPIYRPINY
EPPRKRAIVRSPYSEQEQRGSVLRDGSKSSECPSPINKPPYHRPSSSASSTAPTEADTMHSERASPQSSRYENHSPSTTA
GNGNATSSLERIVKSERNNGSANEANDDDRELMDESTDNGAEDLRVKLENLKYSPPPPPNSNTSSTTPNTLLENLKADGT
LSSNLAASIAPADMLNVWNATKMNNKNSVNTADGKKLKCLYCDRLYGYETNLRAHIRQRHQGIRVPCPFCERTFTRNNTE
AAATAAASVVMNANKEAAKQRKRKTLKMALEKCMQRRDAMVAETTTGAGGDGAEAGGESGEAVDGAGSEEGAGSEGTEPL
TYEQQQQRMHQELTQQIRAAMAAEQAAEAMDSTMNTTVNTTTTTTTTTNTTGATSDGCSDAEASDGSDRPMEVDEDQPPE
PQPGSELVVVEPKIEVLSESEDEEDRLHMSEAEPDIQAEAIYDHMPNTPTSPPHIIPPNDTPTLTSTPKVNVEQ      
>Dmel_FBpp0077843                                                               
MPKMDNEQPHQELVKCVLVGDTAVGKTRLICARACNKHVSLSQLLSTHVPTVWAIDQYRIYKDVLERSWEVVDGVNVSLR
LWDTFGDHDKDRRFAYGRSDVVLLCFSIASPISLRNCKMMWYPEIRRFCPDVPVILVGCKNDLRYMYRDENYLSYFGEKG
TFVRAALKSDLVMPDEARAVAKELGVAYYETSVFTYFGVNEVFENAIRSALIARRQQRFWMTNLKKVQKPLLQAPFRPPK
PPPPEVTVMVGNYRQDIYNMFLSQAYTDLVLVGAGGTKFAVHRFMLAAASSIFQRLLSTELTDMGGRSSSESSMVSSTFG
EATIADFNDDTEALIRYESRTQRMWEHLKRRSSYQALPLMESKRSNDLYRELHHPVLQSIRLVHVENHRGVNGLQTIVTL
SKLISPQALHQCLRFIYTGTIDKDCDNIEEIREAADLLELPQLTQLLSRPQTVMENSSDEPNPHICLRIKESMERHCIGD
GCFSDVTFELDDGLMKAHRAVLVGRCDVMRAMLLGDFREAHSNVIVFPGVTIYTFHKLLCYLYTDQIPPISAVKCLNLLE
LANRLCLPRLLNLVECRVIEDLTLISQNETNETVDHCLKLLEPVKLHNAHQLAEWCMSYLCVNYNLICKFSLKGLKALHQ
DNQEYLREHRWPPVWYLKDYDYYQRCLNELNKELKLKTSRRESPSDDEGCLCFTGVFSCWLLGKSKRSADVSGTTDNSNA
DNQIFNSAGNSLNHIDLEADMDLNL                                                       
>Dmel_FBpp0078081                                                               
MPTRHNWDSERVGVAHLAGALSPLCITDANHEILRPKPRRPTGNLPPNFVQHQAPSQVTGLPPVPPPQMQSPHQVQSQLP
PSQTPLSSQKGLAVAMATPAPRVFKELAQQPNKGMPHKMVASSSSCSGGQANSSCKMPSPGTASKALIPQRAVAGPARLT
VQSTPVKSQPPQLSGSLSQSQVSPNRPILGIPTTAANPTPPRIHQHDQFRALQRVQECHSSSDENRSSGHASMSDTGGHS
SSPAGGMTLGPLPEDRLAAGVTNRSTRSRRHRGIMPGGKAPWSGTGLEDIKLAMLTLRSQTSSSTYSSLSAGSESSEPAR
RLGRYSSLETVVTSTSADEFVWVDSHNRLVELQHPPWSQQCILKVLRNGRCQQQAEHLAVEAVSRLGYLLQRALVRIARE
IQRFSAGVGLCSKQEVVGALRVVLSSSLADSCTKACLRSAAMFAVPGESALKQSKSARAGLQLSVGRFYRWMTDARLGKF
IHEYAAVYLCAGIENLLEEIALQCNGTTAAALDQSIASSGDVWGLLQPFAHLNAGRIASGALALPRWANSLDQVIASSGD
FRGHLATCVGSIRELKEKALRTQQEFQLAAALSGSALAALFYFMRCSQLEHTELLAASGCHAGQAQSAAPGGGTSSAGHH
VQELCYERAYVVLPPLAEWLRVAAAHAEHRNAMMIDKDDVMQAARLLLPGVDCPIRPVAHDEELPTKKTHFNTAPTVSST
GTGTGSSSCSSPVVSGIGIGIGEDTSELGRRATIGVAFKLLLTGRAELLAQAAQLLPPTTRYDTQNSAGLTALMIASIRN
DEVALHALLDAGCDPNVEVPPAGSAGYPAIQPDTQHWTALSFAASRANYVALRILLERGGKVEGGARSSEEKCTLTPLQL
AAGTGNLEIVALLLAHGANAFLSTQQKDSLCFAGSAQKGCFCAISVAAAHGHRSCLRKLLTHPVSPGTRDVLSLEEMLAE
GDVGGVRGSGGPTGAGGPNSASASGNNEDILPLLNKTQIKRLQEAMYHSAENNHLDITIELRKLGVPWTLHCWMHALSAA
HDLRLDAVIDQLLQDFLQVCPDDYSAQFVSECLPLLFNIFRNKNEGTTLLLADIFATCFGWETLPPVKEQPPMQPVQGSR
IDPKFVNNPELSDVTFRVEGKIFYGHKIVLVTASPRFQSMLSSKLSEGSSTPTVQINDIRYHIFQLVMQFLYCGGCSSLD



VAHGDVLELMAAASFFQLEGLLRYTEARCSEMVDVDNVVAMYIHAKVYNANRLLEFCQCFLLQNMVALLTYDDSVKRLLF
AKKIPNHDVLAGLLQTLQNRLKARKPNSGGGLVNSYRSPPVTPVKK                                  
>Dmel_FBpp0079181                                                               
MSLPQLIEDLQRLSEDQDSADVVFICGRDERIYAHRLMLMARCKSFKTAKRGEVCRIPGCTVSPAAPGASTPTTIRLPHV
NPELFRQFILYVYTAKLVLQDSQVFQMMILAQDIGVVELRTACEDHVISTLSVDNACTFLTAVMDIHEKAGAKCAASFME
RCIIYIGENANECVKTNAFLTLTKDAIIKIISSDYFCLEEEEVWRCVLSWAKYQAGVTQPTAHWTEEERARVCQHLSGVM
GHVRLLLIDSQVFAEEVEPTGAVPMELSLERYRYAALHANKMMDNDKRLQPRLAVAVNMFPGSQILKNDNLALQTVLNNW
VGVGKQSWRLVFRASTHGYDSGAFHRYCDGVAPCMVIGLGSHGEISGGYTDVAWAKTSRKGGYVQSERAFLFALNPANGE
QPVKFDIVKKPYAICYHPDCGPIFGAGADLLISSNCNTNMDSYSNLPHSYDGTNAAHLTLFGDYNFTITDYEVYTLSSPA
GSSNSGANHSNNQNLNHSTNGQAPGVPTKAKYDRY                                             
>Dmel_FBpp0079793                                                               
MTESTQLQTAENNNAGVVKMEPPPPATSSVSVSAAAAAHALSSLSSLTMAATGSALSPATPPPSLNLSHQQQQHQQHYAL
KWNDFQSSILSSFRHLRDEEDFVDVTLACDERSFTAHKVVLSACSPYFRRLLKANPCEHPIVILRDVRCDDVENLLSFMY
NGEVNVSHEQLPDFLKTAHLLQIRGLADVNGGYPYSKALSAALSHNSSNNNNNNSSSNNSLSNNNNNNNNNAESSNHNKI
SSYLSPNQTSAACNNSSNSNSNNHSSSHNNSSSNNISGSLNSSLNSPFSAPQIPPPVTASSAAAAAAAAASLTAAVAAAA
AATAASAGSSSSAASGQTSGTPAIQELKASSAASPVRNPNPNPSKASSSNHWDMGEMEGSRKSHLTPPPQKRIKSADLFR
AQHGISPERLLLDREFPVAGQHPLTRNRSGRDTSKDRERNLELRESLLGQALENSNGQQANPKHELGQSAGEDSNSSDTE
PSDRGDGQHDGTLDGIDNQRSHSFPNAFLGLQGIPGLLPGPSGINSDFVSRRSLEMRVRATDPRPCPKCGKIYRSAHTLR
THLEDKHTVCPGYRCVLCGTVAKSRNSLHSHMSRQHRGISTKDLPVLPMPSAFDPELASRLLAKAGVKISPAELRARASP
TGGSGSSGGGGGGGSSQAKLDLSNASGGPMDDAEDSDDDPEDLTTGNGLYGMGGSSSDLSRYHESLLSNFGHARMRNEAA
AVAATAAALGQPKDLGVQLPNSNAPGQSLLDTYLQFITENTFGMGMSQEQAAAAALRAKMAQLNAMGHSLDNLPPGLLPG
QFDLSKLAAGNPAFGQSGPGLTIEPIMRHEQAAGNLSPNRPLALNSGGRMMGHDEMAENDGDMRREGSEPMDLGLDNNQS
GSNHEVANSDAEENYSEDEGVHNT                                                        
>Dmel_FBpp0079889                                                               
MLHSQTMQSIPTLHQPLHSKVSNYLNNQRRTGQFCDLLLELDSDDSLSLSVHFCVLAAQSQFINSNQKQQQFSIHNPLKI
TIRNFSCTQCLHTIVDFFYEDLVSVSKEHELHFRELAQILAVTELLNLYQLQPLGEAKEATEIPAPGEAQPNPDPEKKAE
AVFENRQSYFKLKNPRAVKSSSKVNYCIGCDFKCYQVQKMIEHMGSCEPSHLICSLCEVGFLDWREYDTHLRRHSGDLRK
PFFCLQCGIRFNTRAALLVHQPKHSTETPHICPHCGKGFKWKQGLSNHILVHNPEKQMLCDVCGYSTTHMKALKSHKLLH
TGEFFACTVSGCKHRANRKENLKLHIETHKQGRDFICEVCGCKFSQSKNLKRHALKHTENGPNRYKCQLCGFSSHRSDKM
KEHVQRVHTEKPVQLELSETVDSSFPDDFELPVIETSPKKKPKSVKSKTIRNVNPDKRLKTLLPKETVE           
>Dmel_FBpp0080063                                                               
MPPLKTYQIHEYNGNTSPNANANQNANQNPTGGGGDGDFFGQNLGSGATAASHRTNLPSYCNAQYPFKVLSNLNQLREQS
RFCDVEIIAGMATLSAHRAVLSAASAYFEAMFRPELGLNEVKQKSVVLHTIDGDILHILLDFIYTGRCEITQSNVQELLA
AADMLQLNEVVDGCCEFLCRELHASNALGILRFAEAHNCESLAKSALNFVHANFPAVTLEDEFLETPQTLLSQLLNSELL
RVDSESQVFQAALRWIKHDVTQRRCYVFDVLSHVRMALVPVKVIDKALKDDCRDMSVKIALRSICRDIASKRGQLVPLRV
CPRQLAKKNIYIIGGSHRDTPRTWNSADCIFETVAKFDIFRREWTETAPMEVGRILPGVSALNGKIYVVGGERGSQILAN
GEVYDPQNDVWQPIAPMIVPRCEFGLCTMGGNLFAVGGWIGDDIGGSMECYDPEQDLWKLMGSMPQPRFSMGVVSFEGLI
YIVGGCTTTTRHLPDLISFNPVTKEWNELARMQTARCQMGVAVLDRYLYVVGGSSISQDILSSVERYSFDEDKWTTVCAL
NVPRAIPAVVAADGLLYVAGGDQPCEVNFYRAQVTINAVECYDPLSDTWKNCPDLPVSRSEAGAVVV             
>Dmel_FBpp0080596                                                               
MIALSALLTKYTIGIMSNLSNGNSNNNNQQQQQQQQGQNPQQPAQNEGGAGAEFVAPPPGLGAAVGVAAMQQRNRLLQQQ
QQQHHHHQNPAAEGSGLERGSCLLRYASQNSLDESSQKHVQRPNGKERGTVGQYSNEQHTARSFDAMNEMRKQKQLCDVI
LVADDVEIHAHRMVLASCSPYFYAMFTSFEESRQARITLQSVDARALELLIDYVYTATVEVNEDNVQVLLTAANLLQLTD
VRDACCDFLQTQLDASNCLGIREFADIHACVELLNYAETYIEQHFNEVIQFDEFLNLSHEQVISLIGNDRISVPNEERVY
ECVIAWLRYDVPMREQFTSLLMEHVRLPFLSKEYITQRVDKEILLEGNIVCKNLIIEALTYHLLPTETKSARTVPRKPVG
MPKILLVIGGQAPKAIRSVEWYDLREEKWYQAAEMPNRRCRSGLSVLGDKVYAVGGFNGSLRVRTVDVYDPATDQWANCS
NMEARRSTLGVAVLNGCIYAVGGFDGTTGLSSAEMYDPKTDIWRFIASMSTRRSSVGVGVVHGLLYAVGGYDGFTRQCLS
SVERYNPDTDTWVNVAEMSSRRSGAGVGVLNNILYAVGGHDGPMVRRSVEAYDCETNSWRSVADMSYCRRNAGVVAHDGL
LYVVGGDDGTSNLASVEVYCPDSDSWRILPALMTIGRSYAGVCMIDKPMMEEQGALARQAASLAIALLDDENSQAEGTME
GAIGGAIYGNLAPAGGAAAAAAPAAPAQAPQPNHPHYENIYAPIGQPSNNNNNSGSNSNQAAAIANANAPANAEEIQQQQ
QPAPTEPNANNNPQPPTAAAPAPSQQQQQQQAQPQQPQRILPMNNYRNDLYDRSAAGGVCSAYDVPRAVRSGLGYRRNFR
IDMQNGNRCGSGLRCTPLYTNSRSNCQRQRSFDDTESTDGYNLPYAGAGTMRYENIYEQIRDEPLYRTSAANRVPLYTRL
DVLGHGIGRIERHLSSSCGNIDHYNLGGHYAVLGHSHFGTVGHIRLNANGSGVAAPGVAGTGTCNVPNCQGYMTAAGSTV
PVEYANVKVPVKNSASSFFSCLHGENSQSMTNIYKTSGTAAAMAAHNSPLTPNVSMERASRSASAGAAGSAAAAVEEHSA
ADSIPSSSNINANRTTGAIPKVKTANKPAKESGGSSTAASPILDKTTSTGSGKSVTLAKKTSTAAARSSSSGDTNGNGTL
NRISKSSLQWLLVNKWLPLWIGQGPDCKVIDFNFMFSRDCVSCDTASVASQMSNPYGTPRLSGLPQDMVRFQSSCAGACA
AAGAASTIRRDANASARPLHSTLSRLRNGEKRNPNRVAGNYQYEDPSYENVHVQWQNGFEFGRSRDYDPNSTYHQQRPLL
QRARSESPTFSNQQRRLQRQGAQAQQQSQQPKPPGSPDPYKNYKLNADNNTFKPKPIAADELEGAVGGAVAEIALPEVDI
EVVDPVSLSDNETETTSSQNNLPSTTNSNNLNEHND                                            
>Dmel_FBpp0082029                                                               
MDLSDNSQVEDQYFVYKHDKLFGESFPLFKEIRRMGKLCDVTLKVEDQTFSAHRVVLAATIPYFYAMFTNNMAESRIKEI
TMKESAIEPSALESLINYVYSGQVRIDNQNVQNLMVGASFLQLSNVRDACASFLISRFHPHNVLGIRTFADSMICRQLID



AADKYIDQNFAKVSQSEEFLALDCEQLLELMRRDELNVRTEEVIFEACMKWVKYAEDKRSELFPQVLAAVRLPLLSPQFL
ADRVAREELIRSSHQCRDLLDEAKDFHLMPERRGLLQSFRTRQRSGEFFTGQIYAVGGLASTGESVSTVEIYDPLTKKWK
MGEQMSMMRSRVGVAVLNGKLYAFGGFNGTERLSTVEVYDPRKNKWSQGCAMLCKRSAVGVAALDDCIYVCGGYDGVTSL
NTVEVYYPKSNTWKTVAQMMKYRSAGGVTQLNGYVYALGGHDGLSIFDSVERYDQAEDVWVKMSPMLNRRCRLGVATLNG
KIYVCGGYCGNSFLRSVECYDPQTDTWKLVTPMNCKRSRVALAANMGKLWAIGGYDGESNLSTVEVYDPETDKWTFMPPM
CAHSGGVGAGVIRIE                                                                 
>Dmel_FBpp0082580                                                               
MGEVKSVKVDNWGVFFLQKLQNFFNKTDYCDLTLQFRDNSQLKVHRLVLSACTDYFNVLEQTCEIVDDALIMPNEFQADV
VVPIVNFMYTGTLEFELKMYGKLLRTAKEMNMTVLLKLLEAHRRTMENVNRQQRPPSPKGIRRRTVGQPSSGLPQQRVLG
PSPQSRNVATPIAQRANTQRGSTGNTMSRTSGGSNRSPYGDSSNVKQEPTSPFEQLRKGYNNNKRPAQTSLLSPPSKKPS
LEEVKEFAEQQRMRKQIAAEYGDNDPEYDGGMLYDDVHAGDDDDDDMPPQPSTSKQQSPQGTQTQLEHGSTTIILKQDSP
SQTPTIIVKDSSNAKLNHTKIIAEVLRQYPHIVKGHKNIKLKIMPNTPAAPTEKSAPATVKPPANQSSATTSPHKKLHVS
FKADKSTPLITAQQKAASSQQKSGTSQTTGNQGTGANPPANTAAAQKRRIDSKTMHALIAQGAENTTGPWLCLRCGVNGR
PISIPSYRGFRRHLINTHKETIDPALCEHCGWRSVNNRELHFHMYMEHQTKSLLYTFAECALCNQSYRTKGELEAHINEV
HTDDNKQQCIYCNKVFEQELQLYRHMKSYHKEQALEDGIIDETDEEFLGSQDEEEEAEGDEEQEPEQTGKVRILSDISLP
ATSAITVQQAQQEQLQEEDVEQVQQEVKFVGADGNEVELTDEQRKEILSQLNQQQAGATAGGVVMVLSEPEAEHVKQETD
EKSLAGTEEEYDDSQIYSELGAADSVESAKKNIADESKESIDNLEWAENLIAESEEQSNKEPKSDKPRDDISEKLKELTG
DWTEDENDDDVDDKPATAELASELANKDPEPTVHEEEDDIDLALQSLHKGPEEATEEKASEESVTSADDAVDAVPNINSQ
PEKMDVDSEAADEKASKAEVQIKKEAELENDQEEFIKEDSPIPHSDSVAELREAVTASEGEDDVHLEADNIRKELLDELI
AEAEKPDQEKDIVQSEENATTEALDRSVTDEDDLVPPTQVSTEQMEIDEPAAEKAAENNEDTRTADEKEAVEDKPNQTQD
VTTAEKPTLESAKAGDEATSGEAASVDKVKSLISEWGDDDEDEDENGVSAAAKEEL                        
>Dmel_FBpp0082864                                                               
MQTQMHSPMQYETHISDMPNHKGYPCRPEEAEMSNTSESCSISCGGRFGSAHSTLDDHDATDDDMTFCMSNYAKEALKMM
YMMRSHGMLTDVVLEVKKELFPAHKVVLSAASPYFKAMFTGGLKESEMSRVQLQGVCPTAMSRILYFMYTGQIRVTEVTV
CQLLPAATMFQVPNVIDACCAFLERQLDPTNAIGIAHFAEQHGCVELQKKANVFIERNFTQVCQEEEFLQLSAYQLIALI
RRDELNVQEEREVYNAVLKWVKYDEDNRHCKMEHILGAVRCQFLTPNFLKEQMKNCDVLRKVPACREYLAKIFKDLTLHK
CPGVKERTPNTTRMIFVAGGFFRHSLDILEAYNVDDMTWTTLANLRIPRSGLGAAFLKGKFYAVGGRNNNIGSSYDSDWV
DRYSAVTETWRPCAPMSVPRHRVGVAVMDELMYAVGGSAGMEYHNTVEYYDPDLDRWTLVQPMHAKRLGVGVVVVNRLLY
AIGGFDGNERLASVECYHPENNEWSFLPPLQTGRSGAGVAAINQYIYVVGGFDGTRQLATVERYDTENDTWDMVAPIQIA
RSALSLTPLDEKLYAIGGFDGNNFLSIVEVYDPRTNTWTTGTPLKSGRSGHASAVIYQPACSTTFMDYEDSDAPHPDGSN
NGERNAHTPQNTYGSGSPHYPGTASNMQFHTSYGMSGCNNCDSEMDIKPYIPAEHHSFQIPAIRSEELVNPNCPWSRMQE
RFRRTPPASFTDDERNANDMRHKLKKAQKECLFSTAAKVFHHHIEGRLRKLTSAAT                        
>Dmel_FBpp0082876                                                               
MASSSNNSSSTANNHGGHNPLNRLSLKSAGKRNQESMSHSQPNGGWINVETLNNGNGLLHSPPHNHQQQQQQQQRGGGGA
SPAGGGGGPSAAADHNIQITQPISAPSSPLASPGALNSSGSSSGGGAGSAGGISGSPTAFCLPSSSAAAAVAAISATPTS
GSGSYVCSAGTNWHFAAVAASNAIDTADPNWQASKATVLERNAAMFNNELMSDVKFIVGGEFDIDPIQTIPAHKYILATG
SSVFYAMFYGGLAENKQEIKVPDVEPTAFLTLLRYLYCDEIKLEPEHILATLYAAKKYIVPHLARACVNYLEVKLTAKNA
CLLLSQSRLFEEPELMQRCWEVIDAQAEMAVKSEDFVDIDLKTFESILSRETLNCKEIHLFEAALNWAMNACEKMSIDDT
PQNKRRLLGQALHLIRIPTMSLEEFANGVAQTGILSSQETIDMFLHFTAKMKPSLGFPTRSRAGLKTQVCHRFQSCAYRS
NQWRYRGRCDSIQFSVDRRIFIVGFGLYGSSTGAANYNVKIELKRLGRTLAENDTKFFSDGSSNTFHVFFENPIQIEPEC
YYTASVILDGNELSFFGQEGMSEVLMGNVTFQFQCSSESTNGTGVQGGQIPELIFYGPTTVTAMSSPTNSLCPTPIGGSS
SNAGATSTAAAGTAVPNSSNGSGNNANSSGEDGDGST                                           
>Dmel_FBpp0083463                                                               
MADDEQFSLCWNNFNTNLSAGFHESLCRGDLVDVSLAAEGQIVKAHRLVLSVCSPFFRKMFTQMPSNTHAIVFLNNVSHS
ALKDLIQFMYCGEVNVKQDALPAFISTAESLQIKGLTDNDPAPQPPQESSPPPAAPHVQQQQIPAQRVQRQQPRASARYK
IETVDDGLGDEKQSTTQIVIQTTAAPQATIVQQQQPQQAAQQIQSQQLQTGTTTTATLVSTNKRSAQRSSLTPASSSAGV
KRSKTSTSANVMDPLDSTTETGATTTAQLVPQQITVQTSVVSAAEAKLHQQSPQQVRQEEAEYIDLPMELPTKSEPDYSE
DHGDAAGDAEGTYVEDDTYGDMRYDDSYFTENEDAGNQTAANTSGGGVTATTSKAVVKQQSQNYSESSFVDTSGDQGNTE
AQVKIKMEPSPTPGHSSDAAVAALAVTYLSDEESFRKPFTLPKLLDGKFYKNIQPNQKTPGAIQATCTTCHGLISGTTKS
TGNFLSHIKRRHKELLPLCQLYCQAKANGTVPAVKSSPPNPNHVLTSATPTPAMEMMTQVAQMPPTAAYATGPTHLGMPV
TVPVPVSMSLAMPISLPHVQTPQMMALMQQHQAHGAVFISKDY                                     
>Dmel_FBpp0084527                                                               
MNCKLRRLDLLRNGQKSDCELHVSQPDKLKEGKRCPCIFRCHQVMLISASAEFERLIRDPEFQKNKRVISVDDASPTAYE
ALLLYIYTYEVCNAVTIDMCGDLMLLAERYEMLDFIDCYIDKLAHQEWPMEVVLQVFHLASEHHHPALMDLVAKKILPVA
TQVLMDNSFLKLSVKELKALMIILKKDGDLSDHELLTSLKNYQDVNNLRYEDMEQFQQLVEVTQLFGHVLFEVDGTIVVP
EEEKPSPEE                                                                       
>Dmel_FBpp0084547                                                               
MSDSEKEAAGKAHLGSNNRWSDLEEEEEGEANDQGGIQNLRPELVVPRTTAASDVEENLPLGSPSDGSKRATSRNRRLEY
FRSGADADCQVHVLSNCPQSDEPAVSVCYKKFGCHRIFLATASDKLEQDVYQNKDWNGVLQINGVSPESVEIFLEFIYTF
EVTSPLVQLKLVGDMFILSCAYNMPELLRSFAEKLKEQELPLDGIFPAFDLAFRHNIIDVERVCIEKIIEEGASLIHEPS
LMKLPVYALNYAIQHWLVADAVPPDELITILKQYQEINEITFANTQKFPHFTKIIKYFPNVLLDAEGFINQN        
>Dmel_FBpp0084903                                                               



MFWTPEQVESMLEVLKTSTDRTVIYKCLVKLRTDLVKDKNGIVLFRTAGGVHIMVRLITKLNEKIMEVVLSILGNCCTDE
QSCIEAVECKVIHPLVTILKTIPNPLIQCRACRMLGNIAKSKKASQCLTVHYAAIAPAICHIIESTSAVQTRIMAFRVCR
FLLASSQFLKYFLMANGFQQLMRIFLAVMKNEEASKEPVPDIEMSTLIGLKRNQHREKYFEEVARNLEGVRSDIFDHQML
KNSTRNCDYALPKENEAAVELALEILKCLVLISAQQIGLKVWESISWNTSLASIVCFVKEDGDQRASALKILSNFCKDPF
AFYMLSTADAIVAACEMLMAVNMAKPLSESESRHCINIILTLSTDACSRSKIRRCGALRKLVAMIRDSNSQSERSSLFHI
LYNFQYDNLSMELMLYEGLMPMLVRELNDYLTSDDEHHKRRRDERLQGGKKRKLTDPTTPETLSKFSKTHETLGSDFESP
SSSPRSYRTTSPCSSRSMSPVCTDLLTNDDDDNYSPACSDDDEDEDDSTNNSNLDTRERRIAANRSQPSNVLDILKLIEE
GSEPIDDPLSDKEDLEELSSDVPPKLAPFRNTTCNTIDIIENLIYRITLMVNKRVELGKPETLDTLIRAIKLFGSNNNFP
NALTNILLESQFFAQIIKHGVVHQLYQFTKLKEIRKDGFAFLETLTNVGESNYGKEELVRLLRCDDVISQQRAAISVAYI
VKSHRLLYQFLYDGNALNMLFDMMLRKKTEDHYADEAADAVTSMARYTLGIVMPEAEPAESTAGICNQIANDTAPLHANC
DMRFLVGHGADSTSIGFNKQLLCDTSEVFNKMLNSDFREGHQGEIQLPDYTASGLRYFLHLIVCQERHLTEPDYPALLQA
YEMARVYIMPDMEAVLQQRLIQYLDSHNCLRLLEWALKNYHADLTETAISFYLCSALPAQEKLQLFRAAEDSTYASEWFQ
LLNDAVFERCRGYVF                                                                 
>Dmel_FBpp0085186                                                               
MKMASQRFCLRWNNHQSNLLSVFDQLLHAETFTDVTLAVEGQHLKAHKMVLSACSPYFNTLFVSHPEKHPIVILKDVPYS
DMKSLLDFMYRGEVSVDQERLTAFLRVAESLRIKGLTEVNDDKPSPAAAAAGAGATGSESTATTPQLQRIQPYLVPQRNR
SQAGGLLASAANAGNTPTLPVQPSLLSSALMPKRKRGRPRKLSGSSNGTGNDYDDFDRENMMNDSSDLGNGKMCNESYSG
NDDGSDDNQPNAGHTDDLNESRDSLPSKRSKNSKDHRVVSHHEDNSTSVTPTKATPELSQRLFGSSSTTISATAPGGSST
GPSETISLLEISDERESAPVHLPTILGLKIRAINTTTPAQQGSPQTPTKSKPKIRQATGSNNSNSLLKQQLRGGAKDPEV
PPATRITGAVTPNAALNAEEQSKEMPKKNQDEVNACIGLHSLANAAEQQAAQVASTGNLHHQLLLHMAANNSMLNTTDYY
QQQQQESPSSAGQFMDDDLELLSLNDQQDKSDEPDHEMVTLADENAGLPGYQGNEAEATPAQEDSPAAETATAPPPAPRS
GKKGAKRPIQRRRVRRKAQSTLDDQAEHLTEMSVRGLDLFRYASVVEGVYRCTECAKENMQKTFKNKYSFQRHAFLYHEG
KHRKVFPCPVCSKEFSRPDKMKNHLKMTHENFTPPKDIGAFSPLKYLISAAAAGDMHATIYQQQQDHYHRQLAEQLEQQN
ASFDSRDSSLILPDVKMEHAEDQDAEQEAELSDGGYDASNPAAAAAAMLSLQQDVIIKDEIQISPSPSPTPPASCAVAEG
KSLALASTAQTAT                                                                   
>Dmel_FBpp0085700                                                               
MGGPTAPVASSGEVGQTYCLRWNNHQTNLVQILHALHEVGSYVDCSLVVDDEQFQAHRVVLAANSPYFQHILKDVPQDHC
SIILPGVKGFEIAALLQYMYTGETTVTKSQEPEILRTAKELQVKGLYDNLMKFNHASVTPTSSSGAGGAKPQNGSASNHS
SSVISTSTHISPSAAISSSCSPPPPPQFGYQPGYSHYPQQQPMSASQIPAGEAPLTPTQATPHSAASGAGEAGGQWPLTP
SAAAAMLNSVYESAADMNPLKRKKLSAISSMLLSGNRDTPILRNVLAQANPADSSQPGPMNANGEKTPTHPHQNTQLPAG
LGVSGGERNHSFNGSDYGGDKEPLSPYTDRSFEEETGQSGGKKPEWKRYKQYTRADMMCAIQAVREGMSALQASRKYGLP
SRTLYDKVRKLNITTGRGTHRTPKRSPPGAESSQGFSYSAAAAAAAHNYGHGHGHHSEVKRDQKVDHVPAHHGMPPTIPP
SAAALLDHAFLQQALENRGGDMAGREALHAMALAAAAHAAANRLSSSPAEMDQRSNGHGMRSPSPQGRHYPHEQEAMDLE
MEKHEQNIIKRERDQDEREDADDEEDHEQEHVEDLSLARKERPPSPYSPQPTEAGAGVIMHASSASANGKDHVDYPSSPQ
FVPIGLKRELMEGEDAQARAD                                                           
>Dmel_FBpp0085813                                                               
MFLPVKSNHSGEASGNNEDVTTTSNNSTQTPSDLSPPGPNEEVLPQAHHQNPGHCIASFAAINQMRNNAQLCDVRLEVGG
DTINAHRVVLASVSPYFYAMFNDDMLERTQGLVRLHDVDSSALRQLIDYTYTGEITITEQNVQVLLPASGLLQMHSVRDA
CCKFLLRQLHPSNCLGIRSFADAHSCKELHTRSHKYALQNFQQVVGTEEFLLLPFEEVRELISNSQLNISSEERVFAAVI
NWVKHDLPTRRLHIAELMSNVRLPLVSRDFLMSCVETETLMRDDSECKELLLEAMKYHLLPEQRSIMGSQRTQERRPEGM
KPYVFAVGGGSLFAIHNECEVYNPRSNSWSPVAPMLWRRSRSGVTSLHKQLYVVGGYDGVSDLATAESYNPLTNKWSNIT
PMGTKRSCLGICSYDALIYVCGGYDGASCLSSMERYDPLTGIWSSCPAMSTRRRYCRLAVLENCIYSLGGFDSTNYQSSV
ERFDPRVGRWQPVPSMSARRSSCGVASTDGHLYCIGGNDGTMCMSSGERFSLRRNSWEPIAAMHSRRSTHEVVEVEGALF
ALGGNDGSSSLNSVERYDTRLNKWSVVNAMVARRSSVGAAVLECFHLERGLVQTTNL                       
>Dmel_FBpp0085955                                                               
MMSSDQQFFLKWNDFQTNMVTSFRHLRDEKSFTDVTLACEGQTCKAHKMVLSACSPYFKALLEENPSKHPIIILKDVSYI
HLQAILEFMYAGEVNVSQEQLPAFLKTADRLKVKGLAETPSSIKREG                                 
>Dmel_FBpp0086255                                                               
MPEALILPGMADAEPDLSTFENKTGLAEDMKFLASMPELCDVTFLVGDTREPVCAVKAVLASRSRVFAKMLYAAPSPQRK
RETSTKENKLRLFLKRSSEPLLNLQNAAQQRTGYTQQLAPIPEPSGQQHQTLIIEEFEPDVFRQLIEYIHTGCVTLQPRT
LLGVMNAADYYGLEELRRACAGFVQCCINVDTVCALLASAERYIQYKCTKTLVQKVLEFVDEHGTEVLNLGSFTLLPQHV
VRLILAREELRADEFTKFQAALMWSKKYYDNNPNIDIKEILGTFCEYIQFHKIPANVLMREIHPLNLVPYAIIMNALAYQ
ADPESIDPGKLSPNSSRQHHRHRHHHQSLPKIRKAKSQSFRTRRSPSERRSPNNAPNLTLNTSLTSGNGEKKRSPLTPKS
PVMPVPESKSPGSSSQKTPTSLSRQGTLRASNRRKNSGQLSISLGTQGRRSPVGLNDRSPQGRRSPLFPSSGLRSPNDPM
TSPTVRSPTGEPRRSSPTFSVHTQERRSPLGAVAPTDFGCQFGVPGTRRSPTSTVHVQDMATEPEEAGFVGLKRPSISLF
TPIYFASEKRSPMGPIPPITVSNPAETYKSAEREREAAEAAAREKEKEKEKEAAQPQEKKSVMREILAFVRKPSKHLSSR
TNRFANAFTRAESGSSGGPLIRQSTFSASPAASSTAAKSAVQKQMSEVGFEPKISQKFTHYAKMSLRLRRSTKRDDEEKE
KQKQSSASGSKRPSADLSQTNADQQVGGSSDELPFELANVHFEKVGESYIKHERLRELQEPEVVKEEDTEKDAEAEVEVE
QTDAAMAQFVEEVTNSLKVVALNGEGGTAAVHHFTRRSESREPIEPRISEERESDSNDLMIPDDMRAELVEILKAYPPEP
VYVNLQALRRETEDADLAIAQAEAAALAAAEPAKKPLQCPTIEFEPPSRRSSFDPPRSPFLEQLRSPGVDTETDLINLQR
LDSGGDSFELVESKWSKSSRGESSFDCPYSSRDTSFDVSISRYQSTSYEDQTSSFEIVDTDEKGQGRRAVDLRKSSIELV
DAETFQRSGSSCGGRKSSLETHFDYTPTEGGGRSPSLPFPAMSKKQRTENFRQLHVSQFSAFSRARSPLSQQTSSNYSSR



DSYDSSGSYPHGYGYPPEPQRSPYGDPSRKHFPLTVRQKGEEEREVRTFLCTDQRCASIFEPRPSSVLTQQLSTGSMSTP
SGYTNGTPRIPGAAPVGPVPLPHPSAPLSSCGFSSGSEFEPPSPRRAASASPKHTFTFRIVMKKVDSSPEALCPERHRSR
IIDRYRRRDSRRKRIHDAGKSF                                                          
>Dmel_FBpp0086322                                                               
MSAARTQEYDCTAKCRLRQHGNAITAALTKRSIDNQKLASFIFKTCGNFANILDDLGRSAVHMSASTARYEILEWLLNHG
AYINGQDYESGSSPLHRALYYGSIDCAVLLLRYGASLELLDEDTRCPLQAICRKCDDDDLATDSQNDVLVWGSNKNYNLG
IGNEQNTNTPQAVDFFRKSNLWLEQVALGAYHSLFCDKKGHLYAVGHGKGGRLGIGLENSLPAPKRVKVSSKLSGDSIQC
ISVSRQHSLVLTHQSLVFACGLNTDHQLGVRDAAEQLTQFKEVVALRDKGASDLVRVIACDQHSIAYGSRCVYVWGANQG
QFGINSNTPSITVPTLIKLPAKTTIRFVEANNAATVIYNEEKIITLCYADKTRYIKTPNYEDLKSISVMGGNLKNSTKGS
AAALKLLMLTETNVVYLWYENTQQFYRCNFSPIRLHQIKKILYKCNQVMVLSEDGCVYRGKCNQIALPSSALQEKSRGSL
DNWQDNDQNKTEISREHVIRIELQRVPNIDRATYIFCDEGFSSFAVLQESHTKYFRKPSLPRREHSFKKLLHETSDCDAV
HDVVFHVDGEKFAAHKFIIYSRAPGLRDLIRCYLDKDIYLNFDHLTGKMFELILNHIYSSYWPTEDDIDCIQQSLGPANP
QQRTRTCEMFLPHLEKFQLVELTKYVQSYVRDHQFPLPNARKLFNRLYRSDHPELYDVRIVCKDGKVLGAHKCMLVARLE
YFEMMFMHLWAERSSVTMEGVPAEYMEPVLDYLYSLDNEAFCKQGYLETFLYNMITICDQYFIESLQNVCESLILDKISI
RKCGEMLEFAAMYNCKILQKGCMDFICQNLSRVLCYRSIEQCDGETLKCLNDHYRKMFKRVFDYRQITPFSEAIEDELLL
SFVDGCDVDLNYRMDAESKLKQAAKHKQKDLRKQDARHQYEQQAISSMMRSLSISESTQGTEVPSSPQDSARSEDKNWSR
VVDKKDQKRKLAETALKVNNTLKHEDPPTQELVPIERKPLKEQTPPPPSHETEPTTPLSKSYNLDFSSLTPQSQKLSQKQ
RKRLSSESKSWRTNNPPLVEQSSTPVAVPNAWGVTTTPSGSFNDSFTSPTTGSSTDPTSFANMMRGHATSSTTPTDQSQS
FSRILADEKRQRESYERMRNKSLVHTQIEERAIAELREFYNVDNIDDETITIARVSRPSDINFSIWLRQ           
>Dmel_FBpp0087368                                                               
MAAVRGHQYFSLRWNNYQNTMTSVFQQLREDLSFVDVTLSCEHGSLKAHKVVLSACSTYFQKLLLENPCKHPTIILPADI
IFTDLKTIIDFVYRGEIDVTESELQGLLRTAEQLKIKGLCETAENADDLNDAATATITVSENIQQAVVGNIVNAAIVPGA
PSPSLEQQQQHHQQQQQQQAQEQHQQQQVHAQQQQQQQQQINAALLTQHGVSSGSVSLSGQLLSSSASGSSGSLAGGQQA
SQTPSGLQPTPRKSRLKRSKSPDLSSGGGAGSSGGSSSGSTQQQPQPAHHHHPQTILIQGQNPNSIVSLQQTADGNYIPV
SGSGDDSDAEDHEHEHNHGHGHGHGGHTHGHGHSHEHSHDHEHEHKPNKICKTEHSVASPASNSSSASNNAAGVSGVTST
GQAIVTQIVVARDGKDTKNMTSLGMGMNGGLLGVPMGFLDFTPEPPAPSATPVTVTEHVDLSCNPSTDTRDLSNTTEPLD
IDNHLAQQIHRLDQSPMHSISHHHTGDESNSNLVQHIKSEVIEAKHLAAQHHALSQAQQQHAHHQAHQQHQQHQQQQHQQ
QQQHLHAQQLLAQSQLQQQQQQQQQQQQHHQQQQQQAAAAAAAAGVHGQHGGHVTHADIGGATVMEIDPSQIKHEPGMII
TPEIVNMMSSGHMDMYNSDTSEDSMMIANGSPHDQKEPHYTNLDQQHGLGGSVCGPGPGGAGGGGGMSGGAGSGSGEKGQ
FNGPKAWTQDDMNSALDALKNQNMSLTKASAIYGIPSTTLWQRAHRMGIETPKKEGGTKSWNEDALQNALEALRSGQISA
NKASKAFGIPSSTLYKIARREGIRLAAPFNAAPTTWTPEDLERALEAIRAGNTSVQKASAEFGIPTGTLYGRCKREGIEL
SRSNPTPWSEDAMNEALNSVRVGQMSINQAAIHYNLPYSSLYGRFKRGKYDVVANTSGVALLNTSGNTTGSIEIIEHSQE
NSLHMLQQQFPYSPSPHPPTPQHHSTPQHHSSAQQGPPTPQHMQQHVVHMQQQQQQQQQQSPHPGHHPQHMQQDVVTSSS
QVVHSQQQQQLQQIYQHHGTPERS                                                        
>Dmel_FBpp0087789                                                               
MGQIVGSMHMNVAEVFSNRRKRKRSTDSSLGKDDPAQLDTTQPKKKKLLTTTQYIYKALFKEEKNSDVAVMALDKVWHLH
KVYLSQSPYFYTMFNGTWREAQQNFIQITILDDRITVASLDAVFGSMYSDEIEIESADVISVLATATLFHLDGIIDKCAE
VMVDNISPETAIQYYEAACQYGVVGVKKSTFQWFQINLLSIYSKQPNLLRHISIELMSALTASPDLYVMQTEFSLYTLLR
TWMFLRLHPDYDPEDPVQRAEALKTQELLVNAGVETHAPSGDVVQWTYFTSRSEERSFLATPEGQPYVKVFQKLRTQYLT
NHYMDLKIIYNDNIIPKEWLYRHIHNHWDALLRIDHGQEDCSPQQLDDEQFFENCMRCGRMLLEPGYQKWRWTGFNFGMD
LILIMDSRRLNIRRHHRHEHERVLSLQTKRKFMVRTTVTSINAQRQAVFTQTSEICSLSLEKNEEVPLMVLDPKLVHPLL
ISINMLVVMPPNQSFKEIVPLSEEATTSLSIPISEIGANSDRPLSPSSADDSAVFIGDSEPSTPSSPAPRPRIAWSASET
GAICGQLAC                                                                       
>Dmel_FBpp0087800                                                               
MPHTDDTFPEGSSCCPIDIVSSNKVILRGYASKANKDVEAVEELEEIQEMNDELRDLFINTTAINCSSLSELKIQTDAFN
TLKERTLFSLGYSTAGLLKKSKISKVLKGKVNLYQQIVSLVKQRTKTNSEITIGKTSHPVHLMVLQSFSRMFRDMGNDLS
VALPEKMITPRSFGLIYEWMIEDTPVLPRLGLLEVFHAAKFMEIPQLVRQCKYCLDHGFTEDSAAMLYFEAKILKLEVIH
LQYLERVSKFFLTLVASKEFLRLPLKSMLLLIQSDLIGVNTELEVFMAAARWLSHHWPQREENVTDVVSSIRFGLIPPWL
LIRLQKPDVTSVGVGRIVAQPIVRQAIHEGIAYTTTRMFYGKDREAFKHYLHKACVKPPVQRTWIYDRKCPYHHRMQCRN
TVDLTYDAFLEYLNYTQRQHRDYWKSLEPVDASNVCFSCQAKKSDLTKPNS                             
>Dmel_FBpp0088384                                                               
MDDDQQFCLRWNNHQSTLISVFDTLLENETLVDCTLAAEGKFLKAHKVVLSACSPYFATLLQEQYDKHPIFILKDVKYQE
LRAMMDYMYRGEVNISQDQLAALLKAAESLQIKGLSDNRTGGGVAPKPESSGHHRGGKLSGAYTLEQTKRARLATGGAMD
TSGDVSGSREGSSSPSRRRRKVRRRSMENDAHDNSNSSVLQAAASNQSILQQTGAGLAVSALVTTQLSSGPAAGTSSQAS
STQQQQPLTSTNVTKKTESAKLTSSTAAPASGASASAAVQQAHLHQQQAQTTSDAINTENVQAQSQGGAQGVQGDDEDID
EGSAVGGPNSATGPNPASASASAVHAGVVVKQLASVVDKSSSNHKHKIKDNSVSSVGSEMVIEPKAEYDDDAHDENVEDL
TLDEEDMTMEELDQTAGTSQGGEGSSQTYATWQHDRSQDELGLMAQDAQQRDPQASKQDKGEQTEGAQDEFELDDCLLES
NDIVITQNKDGFVLHVKKLGNITAAKLEENQAVAQQQGQAAVTVTGPAGQPTPTITELLNAAAASHSEPKPTLTTLTSTP
IKLPSSECELINIKKIIPATTTIATHHPHTSSTIIHPHHIIQHVSQEPHHQEHHQQHQTIHIEEVPQTSQQHHQQQHHHQ
LQTVQPTHTQVQSIITAHPGQTINLVGLRNVQLADSKPIASRIRYSRGKIIGPTVQNLQIVETHEPIQHQHHELSDGTKY
EISEIDLNNPNASAAIISDLVKYAEIDDIELPDGTKIGIGFAPSEITEHMQTSGGETHITTIEHEPQELQTVHQHEQTQQ
THHIHAGQLQTHHIQTVVQSSSGQQQHDQQQHHQHHSIELQDDDGVETITPEELGMHDSSKSYTILTTRPMKEESEHDPS



GMTYELSLSDSSLGPCDDPESRYVCRHCGKKYRWKSTLRRHENVECGGKEPCHPCPYCSYKAKQRGNLGVHVRKHHPEKP
QLESKRGRKV                                                                      
>Dmel_FBpp0089415                                                               
MSLPMNSLYSLTWGDYGTSLVSAIQLLRCHGDLVDCTLAAGGRSFPAHKIVLCAASPFLLDLLKNTPCKHPVVMLAGVNA
NDLEALLEFVYRGEVSVDHAQLPSLLQAAQCLNIQGLAPQTVTKDDYTTHSIQLQHMIPQHHDQDQLIATIATAPQQTVH
AQVVEDIHHQGQILQATTQTNAAGQQQTIVTTDAAKHDQAVIQAFLPARKRKPRVKKMSPTAPKISKVEGMDTIMGTPTS
SHGSGSVQQVLGENGAEGQLLSSTPIIKSEGQKVETIVTMDPNNMIPVTSANAATGEITPAQGATGSSGGNTSGVLSTPK
AKRAKHPPGTEKPRSRSQSEQPATCPICYAVIRQSRNLRRHLELRHFAKPGVKKEKKTTSGKKSSSGSSGSGSGALSSSG
SVPQVQTVQSLHTLQGVQVKKDPDAQQQQQQQQQQQQQQQQQAMTVSGATGGQVQQQVQQVQQQVQQQQQQQQQQQQQLQ
HHQIIDSSGNITTATTSAQAAAAAQQQAAGQQQQLVAQSDGSESGAPLSIAQVQTLQGHQIIGNLNQVNITDFQQQQPQQ
QQQQQQQQQQQQQQQQQTQQTL                                                          
>Dmel_FBpp0099767                                                               
MFEPYVKIKKKRSVNEIYENENLEQQQHHLQQQQQQPATSDNCCCENGEPQNAPEVATATVAATSVAATSAAATVATGAA
ASSSSSGNCSRLQQLISTPPVLLRRSSLQQQQHQQQQHHPHTPAATATPPQQQQQQQAAPSVLQQHLGHLNYESGATAAA
AATAAAAAATVATSRSGSATLAQHLATPSNILQAAFGSSNLQHILTRSAPSPSSSAISSNNCSSACAGNTHYNGGNSNSG
SSSSNSNHHSNSIIASRLFGAASSSSSSSSSSASASSSSVAASSSSSSHHLHSHHSALTNSITNRINQSIRRHLNQQQHH
HPLSASSSSASASPSASTSSSSSYQQSSVQQQHYNCAHPAQQQQHHHHHHSSSSSSSSSSSSSHHHHNSSSSSNSNNQQQ
PQQSPLCLVLLVKCPNSKEFCNAAANFCDKRLPVNECQASQTARVTSNLHASSSTMAVSRVPSPPLPEVNTPVAENWCYT
QVKVVKFSYMWTINNFSFCREEMGEVLKSSTFSAGANDKLKWCLRVNPKGLDEESKDYLSLYLLLVSCNKSEVRAKFKFS
ILNAKREETKAMESQRAYRFVQGKDWGFKKFIRRDFLLDEANGLLPEDKLTIFCEVSVVADSVNISGQSNIVQFKVPECK
LSEDLGNLFDNEKFSDVTLSVGGREFQAHKAILAARSDVFAAMFEHEMEERKLNRVAITDVDHEVLKEMLRFIYTGKAPN
LEKMADDLLAAADKYALEKLKVMCEEALCVNLSVETAAETLILADLHSADQLKAQTIDFINTHATDVMETSGWQNMITTH
SHLIAEAFRALATQQIPPIGPPRKRVKMS                                                   
>Dmel_FBpp0111467                                                               
MGSEHYCLRWNNYQSNLLGVFSQLLQDGSLVDVTLVCSEGTSIRAHKVVLSACSSYFQSLFLEHPEGHLIVILKDVRFAE
LQTLVEFMYKGEVNVQYCQLSALLKTAESLKVKGLAEMTNQNTTLREPEREPDRLRPQGGGGSGGSAHKAADSPAAALDA
TAATQAATATATATAAAATSTSTSATSAAATAAATAATSASTTATAAAGSSNTTTTTAATTTATCATAATSTAATSSSSS
VTSAAAAAAAAASASGVAHSEEATSSSSSTGGQKREASDRSSPTPAKRSSRMHPADKVDVAEDREQEQNQADELLSEELL
GRNLKDEEDDDVDELDENEETKLRGRDEDDDDEDEEEDTPMPLDLYQRPNVEPKSAAAATAAQQGGSNSLSGSSNACHTN
SSSNSNNNNNNNNNSSSNNNNNTSSGKTSASSNGGTASSGGTADSVVAVDDDDDDDDGGHHHQRQVMDDRLEQDVDEEDL
DDDVVVVGPATAMARGIAQRLAHQNLQRLHHTHHHAQHQHSQHHHPHSQHHHTPHHQQHHTHSDDEDAMPVIAKSEILDD
DYDDEMDLEDDDEADNSSNDLGLNMKMGSGGAGGGGGVDLSTGSTLIPSPLITLPSSSAAAAAAAAAAMESQRSTPAMSA
AQAAGAGASDLSIGGCGGRPASRSSRDGGGNDGGRGGASSSSLLSPGTVANLLPVQSVPLSLKKEIDCSEDDNSSHSRHM
QQRSASAGGGLGGDLDYRASHESETSESPHQQQQPPPHAVGVGAGGGSAAAAAAAAAALLHQQQQQQPPHSPPPPPLHMF
PCIYCRSAFPNQSKLTRHLLTHSLKTLEYREPTTTALLHSHLLGDLNMAAAGLPSPFAFQMNAAAMAATSGSDTQEQVAA
LAAAFGIDMEAALSLASTGCTFQSLTASCLEASSGGGSGGGGQGSLSRSATSAGNGGGLMLGSGSGSGSGAAAATGGSGS
SGCGGGGGTATSGSLSPSTSAAAAAAAAAQSQSAALLGAASSDPNSVVMCDRPFKCEFCGKAFKLRHHMKDHCRVHTGER
PFRCNMCGKTFSRSTILKAHEKTHFPKYVRKFLSPSSPVDTKDELPQ                                 
>Dmel_FBpp0111520                                                               
MDDEFKLCWKNFQDNIASGFQNLYDRGDLVDVTLACDGKLLHAHKIVLAICSPYFQEIFTTNPCKHPIIILKDVSFNIMM
ELLEFMYQGVVNVKHTELQSFMKIGQLLQIKGLATNSNSSPGSSVSEKSSSQPPAEESSNTNSTNHHNSSTNSNNNSKSE
TDHNESKGQSNSRTTSPGGASRASNDASHLYTSNKRPMPSDFGSDSLSIYSGKQLRRSLKDHGSGGSEGGGGDHADTAAG
LDNSMNSEEFFLPPIPQITMGEQRYDLGGLKRESDGHHHGPLSAGGGNSGSVGSLTSSASPSAPIRNPFAPNFMDSFNYY
KGGNSSGPSGSSNNSVGPGGVNNNGSVGLGSGAEYPNELYMPNDYSKSFANHMDIPSSGSNMVMLSTTSLLHGNCVFNRN
NTVATQQGMKTYWLCKSYRISMCRARCITHLGRIISATGVHNHTPHMRGGQGSSAPSTASVSGNPAPTPISSQAGYSLTD
GGGHLGPDLQHGNRVTNMFANQTPPPPPPPPPLPVASTPHHPHHHHHLGQPLPNLLVQHHPAPSHMEQHGSSASLLHNPN
LMHLQTPTHHHQQQHHQQHSPHNPPPPQQHNLELGGGSGSGAVLLSPAHLQQSPQSNRSSHSLQAQSPPPQSVEEQQPHQ
QQQQQQEGATTEVTTDPSTAHVINSITISPNTRHTFKMENM                                       
>Dmel_FBpp0112152                                                               
MAANEIMTPTVNANCQYSTRYCWEAEKVKSLIRLRAELSPLFTGKRNASKYAWAVVERELNVPLPLSKIIKKWNNLLQEY
KAIKMSEEPKRREWPFFTLMDVYFSDQVNDPSLRLFSSTKTLKETLDDSVFEDDPIIASAIAAATSGAYMDIDELIRRQK
ERAALAAERKLAAAASGGTGDYKFDLKPMLSNSKFNSNSEMAKLSKSVDDLSMQQYKIKQELMRQREQEQQENMVKIKQH
VRQQQQQQHQQQQQQQHHQAQQQQQQRFLGHQQAMSQHPHRLSSSSTPPALQHALQQQQQHMLQQHQLQQQLQHQQQQQH
QQQLQQQQQQHHQLAHPHQPHTPRPSTPPTTAQQIHITATQHQAAQQQLHQQQQQPSHKQQQSYADPNTIDQYLLSWNNF
HGNMCRGFHSLQKDEKMVDVTIAAGGKIFKAHKLVLSVCSPYFQQIFLENPSSHPILLMADVEASHMAGLLDFMYSGQVN
VKYEDLPVFLKVAEAMKIKGLHTEKNLDSDASDISSPHESDGTECRYERGTHSVNITSGHAAGYGGAPSSQQSSPSPSLN
GPNRCPTPLSSGGSGNPNYAGFREHIKSKATLAETFMKNLNRNNNNNNSSNNYNHLGGSNGSLNLTEADSNSFAILQANS
KKMLDSARKQHKYLAKRKILMHYNTELGGEKRLKEMERDRYPSAEQHDDALNNNHSHAQDNIMEPIITTIVPQTPPPSTH
NNNFKIRLVESHHLTNNSNNNQNQSSNNNNSSSSPQSNDCNNDEEALNLVQIPNANGSRNREATPTCATPTPDIQLIKRE
VKTELSPAENLSNNNGHDDEMAGAGFDRKYDDNNNNSGLDMETDSNNNNSKPGGDNNNGLALALGKHKLLSAINRNIEQD
HPDHEHQDQQDREADHGGNNCNSDDNNNNNHSQHLDLSTIKNIATAEILCGLKSKVLKLEEEQREREREREREREACRSL
SEIKNAE                                                                         



>Dmel_FBpp0112336                                                               
MEHVNSTNARQPQHHHFDQQLQHNDSQQQFCLRWHNHQTSLLSTLPILLDQSHLTDVTISAEGRQLRAHRVVLSACSSFF
MDIFRALEASNHPVIIIPGASFGAIVSLLTFMYSGEVNVYEEQIPMLLNLAETLGIKGLADVQNNNLPKTARSGGGSYMD
TTNEKSSEFERPTTPSPTPTPTLTPSHTPTPSHSLPLPQLPSAALNTPLLANKLGSVNSSGMGTTPLENLFKSLQFYPSL
LPQPLNFSQTALNKTTELLAKYQQQCQLYQSGMQEDQLETDCFGSKRLKGDSPPKELRRLEKSLLKNPKSSSTTNSSSSK
SPQECSNPNPIVATSPVTLAPPTMAHFSPQLPVVKCSSASYPSALGQGQLYSSKPPLYSAAVTPTAAQQAAQMHHHPQPG
PSPYISAEDHAKLQLHIEQYQREAAAAAAAAAGGMALVSAKSEPNLLSLSADRDKSLATAPIKPPSNSKLYATCFICHKQ
LSNQYNLRVHLETHQNVRYACNVCSHVSRSKDALRKHVSYRHPGAPSPCENEARRKRVSKLAATTVPTSTPMSMSASHTV
TSGDVGPAPATTLGCSGQEARNPYLFLPNQFQMAAAAAAVAVAESSPASGQPSLDLAHEAPPSIKSEREPPTASNGEATG
VEASASTT                                                                        
>Dmel_FBpp0112408                                                               
MSRNQNESNLLDINEDLPFALALPPVSMDSLQLNADGNSPEDKTLGIGRKTILNAHTKSLAPIVSDEALNTLNELREQNL
LCDAQISVGEDVFNVHRAIMCSCSSYFRAQFTGFNADTPGCVDGSDAKKNNNFIHIPGVSSCIMNCVIQYAYLRQTNISE
SNVHELLICADYVGMVGLVKKCKDYLGRILTPENCVSIMGFARFRFLEDLHLKARNYTLRYFTEVAYRNIDILDMSAEDF
YSIISDDELNTREEDHVWKLCVKWIDRNPESRKRHVAHLMTGVRLGLMTPKCFMEEVKEHPYVLECEAAKPLIVDTFKFM
YDLDFLNPQADELTTPPLAMPRLPHEVIFAIGGWSGGTSKGCIETYDTRADRWVTINAEDPAGPRAYHGTAVLGFKIFSI
GGYDGVEYFNTCRVFDAVKKKWNEIAPMHCRRCYVSVTELNGMIYAIGGYDGHNRLNTVERYNPRTNQWSVIPPMNMQRS
DASACTLQERIYATGGFNGQECLDSAEYYDPVTNVWTRIPNMNHRRSGVSCVAFRNQLYVIGGFNGTARLSTGERFDPDT
QTWHFIREMNHSRSNFGLEIIDDMIFAIGGFNGVSTISHTECYVAETDEWMEATDMNIVRSALSANNIAGLPNKRDYIHK
ERDRLMEERRQRLMATAMARENVGHGNASQMLVEHNDGAMDDYESPDEVDETDEQEQSARISRTIPPSVGLPNPAVAAET
IRDQSQLVSTAQLNRVMEDRGMDNNRSNRVQLRNQRHGSHHEIRRRT                                 
>Dmel_FBpp0112713                                                               
MKTGSNETFSVLKMEKILAVQSDEYTKLQRCYVELQRKYNENIASSENEESGLSSFLSRLSLTVASLFDKNTYADIYIRS
QTRVFPAHKIVLHARSEKWGNDLLSNIQQLDWSDLNEDVVLSLLRWIYTDLIDLQNDGLALDLLKAAHRFGLPSLLGICE
RALVTSVGVRSCIRFYCVAEEVGASTLLEYCSSIISTHWDDLTTDDFQHMSGPLLFEMLKTKTKHPLHAAVRLLREDVVS
LCIQKYGNSLVNTFSENGILPLEMALSSKNAKIAKSLVDNGMANINAVNMEGFSLLKSALKNGDAFSANFLLDQNCLLDL
PSKPSSDTALHIICNYGPDNTPEIMEVVKKILQRQLNINIQNIKGETPLHIAIARRNVEMVKLLLKVPNIDINLRTYDEK
CALELSLSMGDHEFLIASILLSMGARTDRTNSKTGDSLLQVFALDRHRGEKSAIFLADFADLDHINFRGLTALHIAALNN
MPNLVKKLIVNGASSNLKHIDCGLKSALHIAVEANAIDALEAFVELKNKSHDIDFNCQDINGDSPLSLCLSLKRTTLVPT
LIRGGSDVNGKNKNNLSPLHQSIKNEDSDISLFLLEQGADITALTENLDSALDLSIKHDLSEVVDALCRRGIALSINKNG
ESPLWSALEKGYEDVAKILVRHGIDTDCWDEGPEGCRQTLLHRAIDENKESVAIFLIQSQCDLDSSRQPGPNGEGGDEAQ
DKASPLHLCCHWGQTKVLQTLIDHGANVNLIDAESKSPLHVAIESQYDEIISILLCHPDIDLKLRDKSGNTPFATALDFR
NHNAAQRILDRFPTAAEQMDIRGRNFLHLAILKDDLESVLFLLAIQVDVNSRVHDANQSSPLHLAAASQNEMITRNLILA
GARMNERDAVQKLPLHIAIERGNLPAVSALIQNNADYDATDADGNNALHIAVRCAQFFIVRELLTESRVNAEATNLKGRN
PLHELCRVVEDSTAGLICELFLESMPKYPINIPDMDGNTPLLLSFMRGQSPLCKILVKAGACLGTENKDGINIFNFKLAT
DQLLHNLLDQLPQESPWAESDYCQHCTNRFTITMRKHHCRHCGRVLCSKCSCNDVPILKFGINKPVRVCTVCFNVLQCGN
GSLS                                                                            
>Dmel_FBpp0271760                                                               
MSVQQFCLRWNNHQPNFISVCSSLLHNGTLVDVTLAAEGRQLQAHKIVLSACSSYFQALFTTNPCQHPIVILKDVQYDDL
KTMVDFMYYGEVNVSQEQLPHILKTAEMLKIKGLAEMPTDPANLTKSDSKSSTDGTEMVGGAGVGTGAGNSAGSLGAGSG
SSVGDSLWSSSEAQQFQQQQQQQAQQQAQQQHHHHQQQQQLQQQQQQAQQQQQQQQHHHHHHQQQQSGQAQAAQTHHHQM
RRTPSPLSAGTSPATRRKRLRKSSNNGSGDRNNAEEQHNSSLDAGSGAGNAGLSLAQMNQMTFGAGGGLAGHSLHAAKLL
KESASAELEQQPQDSDLDDGHGHLHMQIKPEVDIGGVNQTMPLDISGGTTPSEHDAPNSQSSHSGLQWTVVDSNYPRFSL
PACQSNLLGNGGGSGGGAGSQSSGANSAGGVNSDQRQQHEAQQQATQQQQHLQQLHYQQQQQQEQASASGQAYSSQIITV
NNLVGSYATAAQNLSPTSPNESNMVQSVYSQGPTPTQSPVHAGVGGASAAGGAAGNASAGNGGAPGAANQVVKRKRSVNP
QGDENFIRALEAVRTGGIGFCKAARLYGVNNRTLWLEYKKRGYPVSRPSIKARVVKQEPNLSPSPTPSTNQGDDNTNETL
GMQIPPQAETPTPSLMCTSHHTGLGSGAGSLPAGGNSHPAIGVMSLFDPRYMDSPGNVHSMTRQRYIEATGGGAGAGTGA
GTGTINNTISSQAGTATLLQAAAVMAASEPAESLSISAMPVSVPMGMAHSFLINNFVTVAAPPVATVTSTGLQYLDKS  
>Dmel_FBpp0289659                                                               
MDDTQHFCLRWNNYQSSITSAFENLRDDEAFVDVTLACEGRSIKAHRVVLSACSPYFRELLKSTPCKHPVILLQDVNFMD
LHALVEFIYHGEVNVHQKSLQSFLKTAEVLRVSGLTQQQAEDTHSHLAQIQNLANSGGRTPLNTHTQSLPHPHHGSLHDD
GGSSTLFSRQGAGSPPPTAVPSLPSHINNQLLKRMAMMHRSSAAAAAEETSHAFKRLRGSDNSLPLSGAVGSGSNNNSPD
LPPLHARSASPQQTPADFSTIKHHNNNNTPPLKEEKRNGPTGNGNSGNGNGNGNGASNGNGISISDKLGSLTPSPLARAG
ADDVKSEPMDMVCSNNNANANDEHSNDSTGEHDANRSSSGDGGKGSLSSGNDEEIGDGLASHHAAPQFIMSPAENKMFHA
AAFNFPNIDPSALLGLNTQLQQSGDLAVSPQGGSTGSLLSGVIVPGGSGGTPSNSSSNNNNNNSNNQQQKVEQQSSPHQL
LQQQHHSTPHTNSPQLKQEQPKSGGGSCKSSDLHIAAGSERSLSRSSQGMPDAGGHSATPSPTAAYHKRERERERERERE
RERERERSLDHERDLERPGGTGSPPPPPPSHHSHFGQHPLSLLPSHHQLHATHHELSAAAAHHAHAHAHAAHAHALARAG
SPMEHHHLLHHRRASLSPSGAVSSASGAGGRGGGAGGPGGPGGSLLSSVRAQDVAQANRLLLPLPLNACHRCDVCGKLLS
TKLTLKRHKEQQHLQPLNNAVCNLCHKVFRTLNSLNNHKSIYHRRQKNHHSYFHHGAGVSQAGSPGSRLHQSLSSLSAAA
AAANNSVNVGGGSVGGAGGNAVAAAAAAAAAAAELLLSPIVGAAAVAGGTASSTLQLAAAHQQQQQQSSPGIQLFHVALN
NSAAAAAAAAAAAAAGGSGGGPGGVGAGPESINGGGQEYGGVQGPSGTPTVDLTQLEHAAGGGGFSAAAALQHHLPHHLA
HQHPMSHQHPHQLTHQHPHPHPHQHPYERMNLLDQ                                             



>Dmel_FBpp0290376                                                               
MALVHTFLGTWEIVCCTFEGKRELSGLEGIKFRLDDTSDITWYNDLVSPLPESKDCGNFCESASVLFSCETFDVHEINPR
LVFGAFAGHSIEFSTNTLTPTDTLVLSCENWYAVECKRLQDNQAAGQEKQLSFGEALQESYFSDVMVKSSSGLEYALHAS
ILRLNGFDCSMCVNSAPSSAAARPAARSCHSGPNTPNPIRISVAPASNDDGHEKSLPRLNLSPIYLQPPCDFQTMPSSGL
GAQRVHQFSSSFNCLSNGNAGDSESVVRTTGLLSLECGGGGGMYRLPPTSHSDSHLETSQSHCKNIFNFCQDLMLQPTPT
PMPPTTGLAICSIRRPPLSPYRARSPSPFPSSMDTPPSSPLTPVGVLCNLPNFLLGPILHWLYTESLLPDLDEDVCEKLI
SFAELQPSLTKLVEPTRKYLRLIRLKKFVVNVTMDLHGILNRVIQCINPGNITRDPAQLYATFQDALRECAIGCAKVLQF
CNIFITDAAHMTRYQKNEIVKYIRTRIPIFMSQIQQLLQNVLGVFVGLSVDEKAELVNYLVPEIESTLFVLTAVIEEIKN
SLEIMCKDLKCSHLDLPLQQQQAEDAIVMQLQIADGGEPSPRPRRGAPVGLTLYDNLSDKQRLSSAENDLKFVLYMYEVR
KMRDIYGRIVAALEIIKDKKTTFCEMDFLSKSSTINQNLEQLIMDIPAYIFIVENLSDRLDDKLGWKEFKFCFKLATSQI
NGVIAKLLEHKDALRDAISQICMLVRKQEFTQSVIELGLLDDTCLLSNNLKMADHENNLNQGLSEKDSMYLDRKQYYDYN
SIKLNLIRHLCEPPIAASSNLSKNALRLLHSTQLADMEFEVHTYAPTSGAAKSGGGTEAVPETAEPAAKVLQVHSFKAHR
VIVAARCEWFKKALMSGMQESINRKVIITDTSPVIFRRLLLYLYGAPIDRTVGAEQVCELMLLADRYSIDDLKELCENTL
YSLIDEDSVVCLLGIADRYMATALKSKCLSFLSQHAQLTKCEIFKELPQTLQLEVMDLIHWFGRVSEPWNDRGFKPRSSS
RHSLKSPSKPRSRSRKSSPSYM                                                          
>Dmel_FBpp0290499                                                               
MMATSQDYFGNPYALFRGPPTTLRPRESPLGVGHPHGHGHLHSHAHAHGHGHAHSHYAALDLQTPHKRNIETDVRAPPPP
LPPPPLPLPPASPSLQISRYNTDQGAMDQQFCLRWNNHPTNLTGVLTSLLQREALCDVTLACEGETVKAHQTILSACSPY
FETIFLQNQHPHPIIYLKDVRYSEMRSLLDFMYKGEVNVGQSSLPMFLKTAESLQVRGLTDNNNLNYRSDCDKLRDSAAS
SPTGRGPSNYTGGLGGAGGVADAMRESRDSLRSRCERDLRDELTQRSSSSMSERSSAAAAAAAAAAAVAAAGGNVNAAAV
ALGLTTPTGGERSPSVGSASAAAAAAAVAAAVAAAANRSASADGCSDRGSERGTLERTDSRDDLLQLDYSNKDNNNSNSS
STGGNNNNNNNNNNNSSSNNNNSSSNRERNNSGERERERERERERDRDRELSTTPVEQLSSSKRRRKNSSSNCDNSLSSS
HQDRHYPQDSQANFKSSPVPKTGGSTSESEDAGGRHDSPLSMTTSVHLGGGGGNVGAASALSGLSQSLSIKQELMDAQQQ
QQHREHHVALPPDYLPSAALKLHAEDMSTLLTQHALQAADARDEHNDAKQLQLDQTDNIDGRVKCFNIKHDRHPDRELDR
NHREHDDDPGVIEEVVVDHVREMEAGNEHDPEEMKEAAYHATPPKYRRAVVYAPPHPDEEAASGSGSDIYVDGGYNCEYK
CKELNMRAIRCSRQQHMMSHYSPHHPHHRSLIDCPAEAAYSPPVANNQAYLASNGAVQQLDLSTYHGHANHQLHQHPPSA
THPSHSQSSPHYPSASGAGAGAGSVSVSIAGSASGSATSAPASVATSAVSPQPSSSSTGSTSSAAAVAAAAAAAANRRDH
NIDYSTLFVQLSGTLPTLYRCVSCNKIVSNRWHHANIHRPQSHECPVCGQKFTRRDNMKAHCKIKHADIKDRFFSHYVHM
>Dmel_FBpp0291476                                                               
MECSDFMQQLRSFKPQSLGCAVARRKSSTTLIFPLPPQACSDEFCEEYPHNLMPTPGYWIECSRQKITMPTPHTIWDESD
SEHEDIRAGSASDAYLERECSDLYEDDEDSEATPSPRKKTTIEEQWDQQGAFELISVEQETYEKYFYGTEHWNYFTSDED
LGPVILSIKQETLNGRDQFRILVRAGSYTVHGLIPASCVFADRYNREEVVRSLGKEVNLNPPLTLGQLPDTPEELLKLDQ
VFIKSELKVGVIFVKEDQYTEEQILDNNENSPLFDEFLTLLGDRVRLRGFDKYKGGLDTVHDLTGLFSVYTNWRNIEIMF
HVSTLLPYEKHDPQKLQRKRHIGNDIVCVVFLEADNTRFSPACIKSHFLHTFILVRVSARIKHKPTRYEVSVVTRDEVGA
YKPYLWEQSVFEKGPMFREWLLTKIVNGERASYSAPKFARMQERTRSQMLEDLVMNLSNHAETGQIPKPYRRGSWRPIGE
DEYIKMLHARVLDNNTHHEQQQQLLLQQQHMQHTQHMQHLPSHNICCYCNNNATELHTAGAIHNNNDNNNTTTTTTFTHR
HNNNNNNYSEQQQQQLPQQQQHDSQQQQQLLQPQQHQLLHQLQLSTSSLTHTSCCAMLHLCARHSHMRPSSPLLDSVRDQ
FEDYDQLAKDFTRVFLNEEPSCLTNAHLFDVVFLVGQSKQKARFIGVRAILGVRSRVFQEMLYGIQTGFGSPQIPVAEIF
ARPAPSLVSPQNQKPKSNNYLTVPDSDSIRPKSVPSSPMVKRAFSRLGTITAGWGRSIRNKNTNQLNPDDKKKWISSTDY
RDSKDKDKDKPGNNQLAVPRLSVCADAQKVDRAKLAQTEFNIIEFDPDTFRVLLDYLHTGTCPLTCVSIPGLLCAAEHYD
LPELLQACFHHCKQFLRIEVVCPMLISLENYYWRYTSASELVNMILSFVESKAHSLFKCPEFLHLSESMVQMIMCRELQT
PEIRKFEAMLAWAQHKVGKLKNHPNKDTQFEFECIMERLTRDLNLCRISPSELLTVVLPSKSMKNERIMETLMVQVNLGT
YRMPELDAYRQQLRQQESAEATVQVHRAHQNHHNPPPIDARAYAMASLAAALEMQNSSNPLQSNAARDAADEEVELYASF
DNAPSTSRVAAQMQAAKEARRKRWAADGASGSSGDGGCASGSSGSGRRY                               
>Cele_B0047_1b                                                                  
MVVANKEFKLSHVFTNVLKMKDGDELYSPQEMHFNIPWMLKIKRNADHLGAYCYCLKLPKDEDGVAWTIDGHFELTALDP
NGYRSLSGLPYLDCVFTNKRCSSGRAKFMSWNEMIEDYLINDSITIEVAAKITKMSGVIENLHRFFDKSMKQFSDVVIDV
KGTKFYVLRKLLAFHSTYFYTLLGDSTESKVTISDINADDFQTLLEVLYGESAINDSNVDGLLQFALKHEILLAIQKCIE
FLSEKSEKPMKDRVKIAKQHKLYNLKHALLMKIKTTDEIKAALSEDLLEMDTTVVAALLQKALKIK              
>Cele_B0047_2                                                                   
MFPKRSSPSIRFFFRKLFTSKFKESKMTEIPIKDVSYEDFGLVMSTIYPDTIFPNDETAEKLLEMADRFLMPVVTNIVEH
HLLYNSKLPNEKIIRLADQYRLEMLINKSTWKVDSLAKLRQLKNTPEYEKLSGDTKAKILDRLAGP              
>Cele_B0047_3                                                                   
MVAAHSVTRNAKNSFGTGNETSSWGWSPFINWNEMIDDYLIGDTITIEATVRITDMTGFSKKVLKSFDESNEEFSDVVVA
VGNEKFYVLKVYLASHSTYFKTLFLGKFVEADKSEVTLQDIDPTDFQCLMEVIHGESAIDDSTIDGVLQLAQMFDVSLAI
RKSEEFLVEKSKKSMRDLLKLAKQFQLENLKTVCLSKINTLDEIEASMAHNPAEMDPSVLAELLKKSTALVRMNEVLFAS
LP                                                                              
>Cele_B0496_1                                                                   
MNDITMKIPTASKLLKLPEDSKVGEEVEIPICNILGLHLTGFWTVLNTANGKFEIRCEKESLFRWKFLAQMDLQFTGEGK
VINIKNEIEFSPNVNTIMIKSIDRRYNQVKLKITRKSSFGIAIEDFIDFEKKSKWLDVLIRSEDGKKMIYANSGILALNS
PILKQKLENNKLAEIIMPFESFVSMKKLMNFLHPPFKMERENVEQVLDLASKWEMKSVITKYEQFLIKTRCHCQRSSIQD
VKLAEKFKMASLLEEIINDGETDVFALLDGNDYSSWTRAAMFEFIVNDEDENTIHEN                       



>Cele_B0496_2                                                                   
MKTQTVTKLFKLPEDSEIGKKVQISICDILGLHWTGFWTISCTAEGRFEINCEEKNRSRWKFLAQVELQFTGEGQTPVIN
INKEIEFTPKLKIMVFDPIDQGCRYNKVNLKITRKSSVGVAVDKFIDFEKKNSWLDALIRSEDGKKMMYANSGILALNSP
ILKQKLQNDKKAHIIIPSESFAAMEKLMNFLHPPYKMEREIVEEVLDLASKWKMESVLTKYEQLLIRERCKCQDSSLKNV
KLADKFKMRSLLEDILYNDTCNVYDLLDGNDYSSWTRAAMFEFVLEMENDYADDDESENTLYGVLSMAELLYQNKIYKIN
KLFIFQDYFKFQNTSNYASSAQKKSTGSA                                                   
>Cele_C03H5_6                                                                   
MKNSNFLPIAFCKAWCVECPDRELILANVQYEHVLEMLECIHPTYKAVDDQSVHILLPLAYDYQMEGLLHRCECFLISHN
LPFLEKVWIADRYKLNRLLVLCLREMRPNSKVDLNGSRYYALSDRVKVLLLERLHGAAAPEEILEPPLDLEPYQRQSDVN
FAAVRAKTGRLYYVNPFYMAAWSNVFEEKLCTTSSGIEEMFCPCTHEELKAFLMAIHPPQLRINETNIGPILMSACKMES
PALLRKCANLLLSPHTQLSVFVRLSLLDRCFLHEMLPQCLQMVLRPENLIQMTQQTTYDCLSTRAKAAMMDRLGVLLDNP
GLQTHHCSRCKVTNTCGAVTWMCPSCKTYSSDTTLMKNPNNVTTGTTTVTQGYGSGTAWKNLIFTNQTSQTNHTKIVTMT
SIPKAFNIRRTQNFDFENKIERFRFFSDPNKIDSEPGTEFSIKLTQLGLTINNFFTEKSEGFLIIIDNSTSTFGIFVFFL
LFPFLSLHNHNFVVKKNYFSQIVKQLEFNKVKFHIVRRHFLMKNYFFEMS                              
>Cele_C05C8_6                                                                   
MSDNHAFGRPIQEDGRGIVETMRTESAAISNNFNAVNSVNKSVVQHLDELSQSFDEIFTSTDHSDVTLVLDDGTEFAAHR
LILAVRSSFFRAMLYTGFQESHQQLVTLQETNSVAFRAVLRYMYTSKIDFAGVELDILLEYLSLAHRYDLIQLMTAISEY
FKEILKNENLCSIFNAAYFFQFTDLIDYCMQYSDKHADQLLEDPSFNRLSGDSLKELLARDSFFALELKIFNAVRSWHQN
NPTMKEASKVLLELVRLPLITQTELLNCVRPTGLVSADTLLDAIEVQTQRPHEIPFRGCKSLDTNIIPHYPHAQPLSREL
SSRYTNDENISVFQIDLGKPFIINTIMMDFNWKNEVQAFTYQVHVSMDNRVDAHWNLVADYSEYDCRGTQRLFFTDSVVR
HILIRVNNSMSCKLEGSRIEAMFSTETMPVEPVHKVIVPHRNITTIENHARVVEGVSRCRNALINGDSSSYDWDTGYTCH
QIGSGLIMIQLAQPYIISSMRILLWNCDDRFYSYYVAVSKNQDEWVTIVDRTNEECHGWQELIFDPLPVVYIRLVGTRNS
INEVFHVVHLEAPSNVPIAIK                                                           
>Cele_C07D10_2b_1                                                               
MDNSLMQMRHAADSWSTSEVRSLVHKHMWTIRGFSQLECRYLETSAKIKDITKDESGLQVPLTHQPSSSGGLPELPDITF
RIRLHPQGNKESNKDFTFFQCFTNQATTTTTPTFRAKFKFTVFNQRTEETPTTVYSGTQQLHGYFEYIRREVLVGHVQPA
DDLILCLTITITFDTVTKAAQNTRSVPPELPMPSDVTKDLENLYRSGKHADFTLVVEERELKAHKAILAARSPVFAAMME
PHTAEAQNSRAILRDIDYEVVQAILYYIYTGTCTNMGGNALDILAAAERFALPGLKNIAEVAMRNGLATETVCKNLAFAE
MYGLVDFKKEAIKYICMNANAVINSEGFLRLSRQNPDLIVDIMTVLVNERHNSPSCFSLDGTLEPASKRARMTETNL   
>Cele_C08C3_2                                                                   
MVAASKEFVFHHTFKDVSQLEDGDFFKSPEEIHYNAEWFILVIRTKDQLEAYLHCDNEKDDNVAWTVDAEFSLKIASSSG
SYAMKFQKGCFDGFGLGWNDFVSWDSLTEDFLYDNSFTIEACVKITKMTGFSKDVLRSFDESEKRFSDVILVVGDEKFYV
LKLFLASHSSYFNALFLGKFKEADQSEVTLQNIDPTDFQSLLEVLYGEPAIDDGTIDGVLLLAHMLDVTLAIRKCEEFLI
EKSMKSMRELLKMANQYQLENLKTVCISKINTIDEIEAAMAYNPEEMDPIVLATLLKKSTALHRSAISDSV         
>Cele_C08C3_4a                                                                  
MSDNLSARWHRILDMTNRETSDDVVIARSSFDDFSQSTPWRKFEISCGNRSFFVNPGWLAELSPYFADELYVRKPNVQRY
VIDQATPDEVLEFLRCITFCPMRKPLTVKNVSLVLTFANRFEMRPVQARCENFIAQNATSLSRDKTKLFQFFPLQVTCAM
SQCDPNSSTMSVLVDKLAGIKDDELSRLHFAEMPGDVVAEVYAQKIQRTKDKKAQRQAGASDETAAGCCFMQWASSLFNR
RRQRNQADQSILPPSGDQQHHRSELHA                                                     
>Cele_C08E3_2                                                                   
MAEIVYQHKSKSMAEIVYQHKSKSYNGNVQEVDTSNVAGIRCAFYYSPSDKNQRRWVFNWEELGKEGIINLPSDKNDAIL
LVEEQQLHVNKAFLSFHSDYFSALFSSNFKDGELDEIPLKDVTIEEFGLVLSTIHPETVLPVNDKTVEKLLELADRFIIP
AVLRLAETHLLTHSKIGNDAMLWMADKYRLLKLLDVCILRIDTVEKAKKLQLSPHFHEISDGTNAKLFKRLPKIA     
>Cele_C08E3_3                                                                   
MTKEFVMTRKVKNIAAMKEGDSQSTTSEQHFGLPWYFKVFCKDKHLQLCVYYGAQLIAEEQSIEVECDFKMITPTGKIFV
EKTGVRKYGGETQYIGIGFPKFMLWEKMMKEFVVEDTVTVEVCLKIIDTWGFEKKVKVRNFDEAMKEFSDVVLVVKETRF
HVAKLFLAAQSGYFKALPIGNFKEGNSSEVTLSSIDPNDFQNFLEVLYGHQEAITDESVEGVLLIADMYNAKLVTQNCEN
FLFRGAGSKMMLKKQLQLAYRYNLENLKRSCYSNLEI                                           
>Cele_C15H9_2                                                                   
MLINTNSTSDATTIIDLQNRYYHVNAALEKTSFDVDGFKWQIVFDCQQIIFTLISEMAEFCSIDLIIHCTDFKSSSTFTS
QFERSGESVVHEWLPGGRHVQLEIDQTIHESQFSGLDFSQPFDSSNVVLKVEDEEFHVHTFVLSMASQYFKVLFNGSFIE
SSDLTKPIELKGISSCSFRNLLNCIYGYPSVFRITRGNIVELLELSHFFDCKNVTMFCEYNLCNDTCYNIRSTQKMEWAI
RYNLNTLKNKLLRHEPYLVDLLSLT                                                       
>Cele_C17H12_12                                                                 
MIKVSTTILTNVFDFEALQKKSMFHHKIRIFNSSDLRNPKVYTVQELTETIKRYDIQRIRGDFSQCNITLKFSSGAEIKV
HSLILQTFSKKFHDLRDGIIITRTVNMEPFDEGVVRDVIYWMYTGKLFLMDVPHYNLAEFWDMPELLVQITDELKNDVDL
TFRFINTSSTNIKDRPQAALRPHCTIEHDVTNVTILCVNLIADYESSPKLTMVQLMRLSTCSIYACMAVRMPLKKKIPLI
FMVCDWLIEKKPRLDTVIGIIQSLVFDRYTSHVFVERIRQHAYMFVTDLHQSFKFMIFFNGATRIDRDETKEYHPDPLDL
RVFNNDPNISRPNENPYKPRYSNDDWSFETGNQVELKKFRDFFDEEYERKLKAHQQKPPVPKPAIEVTWDASNFGKPPSE
SVKNCVLEERPKTPERPKFTLGITHLESDIRVEDRLMFRVRALNNPRHYAMAVEREVEAQKIKKMEMDQLYGDYEKSNYV
GHQNNPQPDVNRSQYCYTSRSVHHPADQYQHLDKRQRNLSYSAPPKNYVILSPHSNNNRRSVDSQNSNQSFDGLSANSQN
YYDQQFAGRYTHNPDTAGPSSSNSVYNRNMRDDGTSGANGNAEAGPSTSYASGGSSKKQPRETGSGSSEYIL        



>Cele_C18D11_7                                                                  
MSDVYRVGEDATSEKSLVMTPDTNPQHAYVANYLWFFFIKDRKFHIAAFFKETPEIEYQSSVKIWFKDEHFSYYERSEPF
PFEEKCEDTYDIEYLDWTSIEVTFKVTKLYGEEYIGPADKESENEDGLIVNVANQKIFLCMETIVSNSEVFNKLRDSSSG
IEITLLDVDPEVFLEMLRVLNPPHKRISRFYFTEFLLLACRFRMYRLLVLLDDFSRTDEYDKNWITRHSWKKFQLILQED
PSFSIQVLESFRVKRRMEKPVRRVKIRDPEIQSVHLLDDKKSWFGEACEYFAFNKSKLIFTILSIWFLEHVFIFTWKFAQ
IKKPS                                                                           
>Cele_C25A11_2_1                                                                
MADDPHVLAFLARVHQGRRDRVEDHLHEHFIRERNLHQRPQFPPLQLVPVQAEHEYEHPFPLVDVFKFSLQGDSVKTASS
SWQGLQWKVKCSIYNLPGELLATRVSVDFFNLMDRVFKATVKYEMNEKFAAANEFAEVVIDSNHSTIVFPETGAFAPGRL
VDGMLPTEIAVKIKLEHAEIVDQFSYNNQSWVMGTRWVRYGDECSVRMNFDVLKNLNPCHDKFFDDLREQVLSPKEARAF
FDFASAIFNRSFMGLDLFHESVRNGLKFGFTTNWDSLNTVDSEFDFNSRTAFPGYQNVLYEQPSELTSISNRETAGMCQI
FKLNLDPSDVTTRFQVASMNNVKSHTSQFTFYLENSPNGYLLIAGGCFQMESRQLVNLKLTLFDSGVSCRNIQTFRILHK
EQSTIKVVIALLDDDKMEKMSRGKLLLNFQMHMNGTISNVVRNFEDQTKRIGDFAMPGLVTGYINCRDKKRIGVCKEHLA
NNSEHLNMLFFNTVFEDCGKNEITVNEDSDIVLDALDIIYHRSLAIFPAQINRVLDLAGYWLSATMHRFMEIAILHSTHI
SDSAKLELAAEHHFDIIKYVARHPRYASTYHLSLTDEEIMQVRIPADNEVDGGTGGRPRRVEDLMDLEEQQE        
>Cele_C30G4_2                                                                   
MIGPQEFDITLAVAKLNFNNVDYLGIEIKYNQCLPRGTSCEYSTEVTVMNRKFNLKHHQFDNDRLYLPTFMKWDDVVDLT
YEDESVRCCAKVVGFRHLENVERSFGDCSYHGTSDLRHVTTVNLTITVGRYKILVNKDYLMSMSGFFRTILENADKNSRH
DDLVLTESRDEAFVTMIDICHHKFWCNYQLKEDLFEVAKLYEFPFVINFYNQFFNSDRAFNADDELSLENTM        
>Cele_C37C3_9                                                                   
MRPYIINQTEQAQARFGINNDFPVNVILMQPTTSHETFLEGSDYVDFESTSKLRNWPIIVGNQKYFVDPAIFARNSDYFR
ILMENKFFLEGAIKQLNILDESPEDILKLITVISPNSLGLYPDVIDEQNVCTVLRLCDKYLMTNLKQNCVDYLKDYNPDS
REPTDIFHLFYHLCFSLNAEYEHDHSLADVALEAMFVCLVELFNSTNVTKFYRFLIELQRKSGEKDSENLKRVTDAVLHG
GSIFKHRISFSEEVQGLGCHQCSMRPPARQSRSKNRKSFVLYLCKSCNREVCVQCRRSLCSRLFEDWINELRS       
>Cele_C47D12_7a                                                                 
MLPNIYNAESDRLGPGLSHSNSRSPNFNKTSIYSNPTMLGEFYQNLNLMRCQQELCDVVLEAYPIQGTSSEDGMSDDVHQ
HIHAHRVILSASSSYFRAMFTGGLRESTQRIIPIKEVDVEVLSQLIDYMYTGRMRIDEQNVQTILATASLLQLTCVRDAC
ARFMLELLDMTNCVGMAEFARAHACHQLAHAAQLYTRQHFVEIIDNEELLSLDKDAFCELIQDDRITVPSEKPVMQAVLN
WVAHEEPSRRPFLAELMSNVRLPLLGDDYLFEKWRNDEMIKSDAACLNVIIEGMHQLKITKQDISSTEPHYPIQELNRKW
FVAREPMPESQHIMIVGGQAPKAITNVDLFDPDSQLWSSCASLPQRRCRSGVSMCNGYVYTTGGFNGAQRVRSVDFYDPR
TDTWRSANQMSARRSTHGITTCQQVLYAVGGFDGTTGLASAEYFDPHTGNWFPLPSMSTRRSSVGVAAFEEDIYAIGGFD
GVSKQCLNTVEIFDRRAHKWRPGPAMLNVRSGAGVTVYDKKIIAVGGHKGAEIHRSAEILIGEEWIELANMAIPRRNTAA
TALNGLLYAVGGDDGSSNLSTIECIQLSDRSDAQWKIVDAPMSQGRSYAGIALIPKEF                      
>Cele_C50C3_8_1                                                                 
MSSRSSWSSTEQINRTISSRADDLPPQPRRLEVVSKQATRVTALSTKLEWKIEQFEKLMKLIKNGSNLISRMFSVPDAPT
VCWELHVYPNGKRDEDVNNVSFFLRQVGLARGEEPIMTEFQIYALDANNQRVSVCRDTKDFTNQQGRGKFQVSRDKMLGA
LRSDGTLFLICEVEYFPPGSKISVEPVVDEDVSTEEQEEMPEVIVRANNRSMWEDELFTDCVIHVGNKHIKAHRCILGQN
SPVFKSMFSSPNMIEAQKGEIHIEDAKYDSVRAMVEFMYTGATESLESQGNIDEILAIADKYEVLMLKDQCERLIAQTIN
LKNVTQIAMFSDTYTADYLKSAVIRFLTTHHRVVIKTQDWISLKKSRHELANELLEAVLSTDQDDDDVTSNIPISVSPPP
ARKRLRRSAK                                                                      
>Cele_F10B5_3                                                                   
MEEDNQSPSPSESSIKTDYDAKIRVLYSTKNNKSEEESVFAHRLVLSTFSPLFQQLLQDATSSSTSTTSSTSSDDVISIS
LDLTAFPNALAAFKVILEALYTGDIKMKSVAANEVLAVSRHCQISSLEPKIMSAVAPLPLNLANILNCSQSVPLNSNPFL
QYTSPPIQNYLSSMISLWSNPFFSALFGNTTGTPSLPFSPQSDTENSRTQSEGSSPRANSTSTPPTTDLEKIVPNDDKEG
WCRNKKYIEKVDGGFMCTVCRKIYGRYNSVSYHVTIYHRNPPIKCEENGCNFSTREARYIHFHKYYRHHIPLPENIDLGS
RKCPFCRHVSKSPAMLEKHIARHETDGTSGGTPGALKRAQSKKKIVPTMTTDVIDPNVSSIFAPTNPAGNIPIQCSLCPF
STHSTDLLFIHLAMQHAQELAQCSGLLADNSSETSTSSSSDGEPMITDIDLDVKPLIDQSLMLHLNTPLSN         
>Cele_F12E12_4                                                                  
MLVITKEFVSTYTIKAISNFKPDTTYCSEVKEYYYIPWKLHVNRRTDQLEVYLSCDQLGTIWSVQANVEVKLRSPNESPH
CKTATVNFNSEKPKENSWGWKQFADWEKVAKNFVIEDALHFKVHVQILNASGFKGRDPVLKFDNESMGELSDVVLVVDEQ
RFHVLRKHLALQCSYFKSLFFGSFGESKKSEVTLSGIDPEAFQAFLEVLYLEDSIDDNTVEGILQLADMYDSRAVIGKCE
KFLYKESEKSGKKKLELAIRYKLEKLEIHCCNTIKTIQDVRSIIAGNIDEMSPFLMKRVLKRVLEV              
>Cele_F14D2_1                                                                   
MSNSKKEFVLRFDFKKVWLMKKKDQYTSEEEDHFGIKWWLRVTRDDQFLYVDLEKSGTGSTNFHGNFNVRIESGHGVISE
NFKFSGSKSDAEIPSTSDRCESFKWNKLDYSKYLSIEGHVEIIDMTGYHDFQKRVDFGSDVTRRFADTVLIVRGQRFYVL
KQHLALHSPYFKNLLKECTLDSEIQLPDVDTDDFQKYLEILYGFSTIHDNFVEGILLLGKFFETERIITACENFLIDKSS
KSIRKLFELSNKFHLKKLNKNCVENIKTSTALRLMLPPDVLTIHHTAIVELFRRSMQFH                     
>Cele_F14D2_12                                                                  
MSRSSVTGKEFVIRYVFNDVSNMNENDMRISTVEEYFNVPWIFQIQRNNGNLGIYLRCRKLKGQEMWSMFTELELKLISV
YSDTRDQKCKTDMCFGHDSGKFYSSYGWSEFISWNELETSFMDAGSITVEARVIINKSIGFYTPKLMNFDEKKKEYSDIV
VLVDGQRFYLLKKFLAFHSTFFESLFLGGFYEAKLTEVPLYDIDVDDFQKFLEVLYGFPVINDNTVEGILLLADMYQTPL
VSELCEDFLIQTTGKTYKKKLQMAIKFNLENLKQFCISMIKSPFDLRSMIPSDISSIDHSTLAALFTKSLTLMK      



>Cele_F14D2_15                                                                  
MSNSKKEFVLRFNLKKTWLMKKTEHYTSEEEDHFGIKWWLRVTRDDQFLYVDLGKSGTGSTNFHGNFNVRVESDHGVISE
NFKFSGSKSDAEIPSTSNRCESFKWSNLDYSKYLSIEGHVEIIDMTGYHDFQKRVDFGSDVTRRFADTVLIVRGQRFYVL
KQHLALHSPYFKNLLKECTLDSEIQLPDVDTDDFQKYLEILYGFSTIHDNFVEGILLLGKFFETERIITACENFLIDKSS
KSIRKLFELSNKFHLKKLNKNCVENIKTSTALRLMLPPDVLTIHHTAIVELFRRSLQFH                     
>Cele_F14D2_4a                                                                  
MSRSQVTGKEFVLRCVFNDVSNMNDNDMRFGTVEEYFNVPWIFQIQRNNGNLGIYLRCTNLKDQEMWSIFSELELKLVSV
YSDTRDQKCKIDMCFGHDSGKFYSSYGWSEFISWNELETSFMEAGSITVEARVLINKSIGFYTPKLMDFDEKMMEYSDIV
VLVNGQRFYLLKKFLAFHSTFFESLFLGGFYEAKLAEVPLYDIDVDDFQKFLEVLYGFPVINDNTVEGILLLADMYQTPL
VSELCEDFLIQTTGKTYRKKLQMAIKFNLENLKQFCISMIKSPFDLRSMIPSDISSIDHSTLAALFTKSLTLMK      
>Cele_F22G12_4                                                                  
MGSNKEPKIDYLDILKEQFNALQSEHLELRRKYELECSSSTPDSFPSRLLSLTSSLLEKPRFSDVTFKFAGNSLKSVPAH
KYVLAARTDFWKFENGGDEKSEIQISDDVDFEAFHVAIRWIYTDEIDLKMEDEKLLKVCETATSFRLEQLKNVCVQQLGA
RLHVDNCIKIYEFAEKQSLRQLSTVAGSMIAGAWPKLGPAHFAQMTAALLYRLIDGNTKNVLHSIVSIGREDVLFLYFMQ
NSAKIPKILNDLDPQGASALEIALCSEHEKSRQIAAQLVEKGADVNVKDAERGETILMRMCRKENLSAMDFLLGNGADGR
DSQSPGDYNVVHVASRIPSPALATWISENKEKLDLDKVDAEERTPLICAVMANNHIMCETLIRSGVNCDVTTSEGHTALS
TCLLMSDAPNRRIAELLMLNGAGVNFAICDSKTPFFNEIVSRKDVASVEALLAANVDCHVADGRGQTACHVAAEAGAPEI
LSKIVEARRGLKWPRDADDRTALDIAVEKRDLKSARICIKGGADVNARDANGQTLLVKAILANDDEMGVFLIEHDAKAKN
DERISSKTYVEAACERGLLNTVRSFISNGCKLNSRCSTGYSLLHSALSHQKLDVASLLVNFGCDVESRVALGAGGEVLDD
GDESWITKQTLLHRLIDDGDQQSAVFLIESGADVNARKEYRNPTDDDQFTPAHMAVSWAQNDVLRALRDHSANLCDVDSD
GRTPAHIGVREQNVDGVKILLDAENVEFIPIRDKFGQTILSQAMAMKDHQIASLIVARQPHAAVQTNGNGENLLHQAIRQ
NDIESVLFLLAVAKADPCRPITDGSLKTPLHLAAIAKDEMILRNLILVNDDVNVTSADGTTPLLEALKARNDKHAAILME
NGAEPNVKDEYGENAMLCAVRSGSLDCIRAVADSSRTNRYARNKIGYTSLHICALLTIDKLPKRTSSSDVIELVLIYAEE
EAQAQNEKQFAGFIDARDADGNTALMIAYSQGNAGVCRSLLKRRACMGQRNNGDVNVFTYETATKQLLLGLLESLEAEPR
WSDGDTCDCGARFSLTSRKHHCRHCGRHVCSKCSETTMPIAKYGEEKRVRVCDVCAHVISTGTAPRR             
>Cele_F25E5_16a                                                                 
MGRKKEKHNAKIGEANVKKTTIMRFLIDQLDGFTDKLFVCQAEKYNWTTHFYRGQFFDEDYLIVDIYCHSSIPSWSCDAR
TEVKFWNTTIQDIEHHYEMKRNCMSCPPFIKWKDLISRENNYVRNGRIVCEVLISEVPKKANKNQAVIVKEYPGIRNLEI
LVEKSKFHVNMELLAFTSKFFEKELARGRLNTADPYILEDITPIDFKLYMDLTYHPKQYFSAYHAKDILQIAKRFNNLEV
VTTCQNVILEDLNENKLSTKNKTKLAESYDLDTVRELFNPNTMTQPSARPRFMAPDKFREKQPTDAEMEGISELFAEPWD
NQCHCKSKGGKENFDEKLKIKVENQTEKEEDDEDYDISMPSTSGC                                   
>Cele_F25H9_2                                                                   
MTESITHRFVFQLPVLHDENGRGYVSMAQEAENVYWRCGLIGVEKGMLGIQLMCNSEDRSNFWYIDIEYEAAILYNDKEH
LNLKGKFHHAARKNLTLRFSLEHCKKAATKDKGMYMQFIVTIVKKIGIREKRIHDFTVPRDNLTNLILIVDGKNIYCNKH
ILAMNSEVLMELLFPDEDHDVNELQLSNDFEYEPTLRIVKVFYNDGDALTGDNVDETLEYATKLKSENARQRCERWISKT
QLLTAKKKMKLAEKYVLVELQNECVAMLKTSQQVQRLFENPHEFTDNEIVELMDKVTLSIVGHTYDGFSK          
>Cele_F25H9_4                                                                   
MSPGGVRKHCIEFDDNWWKTTFLVLIIVSFLSTRFKMSILQPLEDLSANIVTLVFNIYNFEHLDGSYTSDLKEHNGIYWC
VRIQSNKAAKSQKRRVSIYLVCNPNNSSPDWSVTTSFGFRIINSWGKSRNKISTLFNHTFTSNETSKGTSGYCTWDELTA
ANSGFLVEGRFQIEFDLNVNSSTGIRKEKISKEKYEKYIADGELITDGKTVKVCLALLADNSPILYNLFYVEKPGQTTFH
IFDFTYEAILGMVSILQLDSFEVSVYNYRDLLELGQRYQIPSVTDKCEEFLLKTRYVSIETKLKLSEIFELHYLQFRTLE
RVTCIHHIDNILDDHMDIGEKTYDALLEKMKHLKTQEDGQLCSCKRNHVR                              
>Cele_F27C8_5                                                                   
MFFSNSLHANAAPQHFERIAKILQAKRRAGDFSTCDVKIQLKTGFDMVHSVVICAHSDVFSETFDNQRAPYQPFNMTDFD
PDSVRRVFDWMYSGEIDIPETTIADVLAVASYLRVTMLQRQIEQKILNHNGSPIMALNIASARAFSVMDHTMNDLVHGFT
EKMTGLGIDEVAKLTANSMIAVMAAVLPMKKKVPLVNMFISWIVCKQPERETINTIIQSLVISDITYDTLYAIRYSLKQY
LTNSEIASKSQLTISPSGTIEIKIVPKKESMVSEKSSSLHSVVELPPNQYYRTRSEISAIDKMPDPFVRNLPRTQSASSM
IARPRSSGGFPQYFTRSEVEDLQQMTDPFSKSERGMTPTRGPPMGFSSVQCTVKYPGWSKDVMETNKEMYKQCKMNGRYI
LSEAQTESNAPVFLRPAVGGKVSSSRGALSNLSNSEQNKKYGRGVTQSFSGHSLNDNDPMPKEHDPKVQPSVIISCLSLP
TTSPVSVVKPKMTGVKKTDSEIMEINALPSSFNSNSFYTAKTSNTSGHSNDQSAGKSEKSQRSQKSEKSQKLKKPIPQSQ
YLYPN                                                                           
>Cele_F29C12_5                                                                  
MAAAHKVFELSHVFKDVSKIGDDESVCSPNEDYFGVPWKIVLRHKDEKMGVFLSCEKPSNNDAHCIVNVVYSVKLMSSSG
VCYIKSDSKLFGEITEHGWVNFVNWNTMVDAFLIDDSIIIEVLVKTIFMSGLPKKSPKNFDESNKEFSDGIVVVKHQNFH
ILKKFLAFHCEYLEKLFFGDFKEAGKAEVTLKAISSTDFHYLLAVLYEDYAIDDDNVGGILRLASYLQVPIVIRKCEQFL
IEGSGKPMEIRLDIAEKECLQNLKKHCLSKVGTADQIEAARAILPSDIPKRALKKFDESNKEFSDVIFVVEHNKFYVLKQ
ILASHSSHFKKIFVENVDKREFTLADIDSNDFQNLVEVMYGVSFIDDLTVEGVLHLAHMYDRPFPMQKCVEFLIDLSEKS
PKEKLKIAKAYQLKNLEKAALARINLPESIRAALSCDMAQMEVEVLKALMQKALFHLSDTKVHTETFF            
>Cele_F37A4_9_1                                                                 
MEINNGAQPENAAVSIPSRSPSGKSEKRKSPSIVSGCRTVMNERSFTNYWSVERFTVQLELHNPAEFMLAPKFGDGDYEF
VMKLFPNGKDEETAGYLSLFLLINKCPNPRLRFRVSFTVETADGPRSCHLNKNLVTINRSGIVTASKFFSLDILRSAMNV
YIPNDILTIGCELTIFGECTTQISSLFKPYQRTHSASSTSRSLSSPNTKCLKIDESSAHDAFTEFLSTGEFSDFIIVASC



GREFPTHMCILAARSEYFKVLLRNHSTKEFMSKRLQFDDISARTLDVLLRHMYASAAGRVVKLEEDQLTEDLISAMDRLM
INSLRDEVARLIGSKVTVDNVLTRISMAAELRLDDTYDVLLDFFSNHKHECMKLTAWDELESAKPPLAIKILRDAFSNTD
SPSTTSMDSRIIDRITLT                                                              
>Cele_F38H4_7_1                                                                 
MSSENGVEVSDPEEGPCNRRQSSGSCEPENSDSIFQGENQLYPSRRTAANHEHQQQQKSSSTLDLPANVLHEYASSSPPQ
SSSRHVHSSSTSSLGEVAALFGTRFPQDEGKQASNVEKAVNILPVSRNLAEHVSNLFAIGRKPVTIVQKKKPTNHPEENP
GARPLLGWQADKKTLRERIEHMYCNETLADVFFVVGIDDSRQRIPAHKFVLSIGSVVFDAMFNGGLTPKNTEEALEIELP
DVEPSAFLALLKFLYSDEVKIEAESVMTTLYTAKKYAVPAMEKECVRFLKQRLVPDNAFMMLSQAKLFDEPDLMQKCLEV
IDKNTLEALNGEGFTEIDLDTLCEVLTRDGLRIREIFLFQAVLRWAKFEAERRGMPANGDSRRAVLSRSIPLIRFPLMKI
DEFALHVEPSHILSDREMNKIFKYLAVSPPDRPVLVYSDRPRCQISSTEYVVSRFQRIENRWGFCGTSDRIKFMVDRRIF
VVGFGLYGAISGPHEYKTQIKIIHCGTNKTLAEHDTSFVCDGNSRPCRVCFKEPVEILPGITYIAAALIRGPDSYYGTKG
LRRVSTHDSDVTFQFTYAAMNNNGTSVEDGQIPEIIYYTAAE                                      
>Cele_F39E9_11                                                                  
MSQVPIPHERITYESKNVYIGGNIRFGAANVQSGPTVLDTSTTNGLKCTWSGEIVNNNSQINFTWKFEYDEAGNEDIDEI
AGTIDVKFRRNQVSGMFQTGQNQNFTTVHTLVSLTEHCQTLTKLVEVPNQPGAVEVMYVYALVPWINPLQFSFDEMFLSS
KKNDAVLVIGERKLHVNKAFLSYHSDYFRALFSSNFKEDKQDEIELKDVVYEDFGLLMTTIYPKTEFPSDRTAEKILEMA
DRFMVQSAIDHVEYHLLHNSRITNESMMWMADKYGMEKLMKKSILKMDSLEKAKKLKESPWFPSMSHDAKVIVLERLMNL
I                                                                               
>Cele_F39E9_12                                                                  
MFYKAIEYKSKITQTWLPRGPPPPAILDRSTTNVLKCTWCEDMENGLSQIHFTWKFDFASEDIEKFVGTIDVKFRQYQFQ
NYVTVQRAVTLTDRFKWATVIVENPTRREHVEVMFEYSLTPWLRPLPFSRDEIFLPSEKNDAVLVIGERKLHVNKDFLCY
HSDHFRELFFSNLKKDASVEIELRDVVYEDFGHLMSTIHPNPVFPNDRSVEKILVLADRFKVQSAIDHVEHHLLHNSRLA
NECMMWMADKYGMKKLLKISIQNIGSLENAKNLKNSTLFASLSHNAKVMVLEQLLKFQADMCEILIIVLTGLIILGSFLA
AVDFIFNNFYSIVIFTLPVFILIAVIFYPPLTTYFWFWIKDVAEVVFEYALIPWNFLFQPSYEDEFLPCEKHDAVLVIGK
RKIHVNKAFLSYHSDYFRALFSSSFKENEQNEIELKDVVYGDFELLMSTIYPKPVFPTDRTVKKLLVMADRFMVHSAIDH
VEHHLLHNSRIANESMIWMADKYGMKQLLKKSIKEIDSLPKVKILKDSPLFPSMSHDAKVMVLERLMNLI          
>Cele_F39E9_2                                                                   
MFYEAIEYESKKVPLRGPHMMSGQGGTTVLDTSTTNGLKCTWSGEIVNNNSQICFTWKFEYDEAGNEDIDKIAGAIDVKF
GQNQSQNFTTVRTLVSLTEPCQTLTKVVENPNRQGAVEVMYEYALVPWITPLQFSFDEMFLPSEKNDAFLVIGERKLHVN
KAFLSYHSDYFQALFSSNFKEDKQDEIELKDVVYEDFGLLMSTIYPKTVFPCDRTVEKILAMADRFIVQSAIDHVEYHLL
HNSRITNESMMWMADKYGMEKLLKKSILKMDSLEKAKKLRDSPVFASMSHDAKVMVLERLMDLI                
>Cele_F40B1_1                                                                   
MVLPKKEFVLSHTFTDVSKMEKDISVFSPGEEHFNVSWNMSISCEGDHLGVFLHCHKSRGKETMWTIDTEHQFTLKTSSG
KAYREDDNFNFQFSNAHSYGNGTTEFISWNKLIKDYLIDDVITVEAAVKIIKTTGISKKALKGFEKSNEEFSDVVLAVGD
KEFFVLKQFLAYHSSYFKSLLLGKFAESDQKEVTLQDIDPTDFQNLLEVLYGEPAIDDETIDGILHLAHMYDMSVPLRKC
EEFLINESEKSMKDQLKIAKQYQLEKLKKACLLKINTVDEIKAAVAGKLSDMDPTVVAALF                   
>Cele_F40G9_4                                                                   
MADEVIVCEGALKHNCWEEYINGLKWGCYRNDNLLQLRFNWSDLKEQGVEGLNLTLIKSQFLTKSENSDAILLVEDTKLH
VNKAFLSYHSEFFRGLFEFESEEKQKNEFKISDVSADDMKAFLAIIHPGNDFPTDSNAKKLLELADRFMVPFVTSSVENH
LLKSTEIDHVTKIWLADKFQLEKLMNHAISTIETTEKARQVRTSDLFTEMSTEVTQKLLDRVLQLTTKS           
>Cele_F40H3_1a                                                                  
MVLSQTHHHHHRHEGNDRSLISILTDPIVNLFRSIPIEILDQNEELSPSQKDFLDDFLELQNDSDLEESEDFIQESQEVV
SSVDDEIKVILNEIINQVETETQLIPKIIIHSDDAEVPEESIEIAVQSFGCPLDSFSGLSDSGVDLTVDDVPDDEDDEIT
VQTFESTPKELPTVTKFTNCTFIRSQSSARCKAILPDTTYICTLPPVSATFSAPVVTPKKIVKRKKSTSAAAKMAAEVLQ
NEPHCFIAPSSSIDRPFKLLVQKETFLIDAESMSRISPIFNVMCFGKDFEKMDLSREIVDEKSNDIDCFLRAVHDTSMIN
SSNFALVLRLSNKYQVDPVIDACQNFIIRQHLDVLRADEILTMLIAAFEHHCKREVVQKLIKRLASEGNSVFTKLKISRY
LPAQVYGSVISTSMNLNQAKEHELMNGHVLKMERSKIRWRQSVCEECKSVAECANCEECKKTVCRNHVSKLKCSSDYGAK
LAADLKKKIVDFEWQD                                                                
>Cele_F45C12_11                                                                 
MSSLTKQFVITQSVKNVSSIADGGEHVTPSEIHYGTEWYMRIKRDNGFMSFGLYCPMTGKTTNWSIVADIRVELMPLTGM
WKSVECECKIAKSPSLISEVLRSTIMPWGRMMTNYVVDDALMIEVFVTIKSMTGFERPYNLRSFDESMEEFSDVVLLVGE
KKFYVLRKYLAAQSKYFKALLLGSFEEGKSSEVTLTSIDPNDFQFFLEVLYGDSAINDLTVEGILHIADMYDTPMVVRKC
EEFLIKGTKLPAKKKLQMAFRYKMENFMVLFFGNIQRKVFNFFRETTTLN                              
>Cele_F45C12_12                                                                 
MEEVINYRSDLFRLSDNLETLHIEEKFGIKCDLTCKIEENMTTFEFQFDLRDFKNNGFKQLTAEITIRPDPENPIFELIH
RKLDILDIDEHRVNFSVENKNTQSLAETRAILELILTPIREKFSYREMFMPSQKTDAILMIGGEKLHVNKAFLSFHSDFF
HELFSASSTESEIPEIPIRDVSAEDMGLLLSTIYPDLVFPTDKTAAKLLTLANRFQMRAVTAQVEHHLLWHSDIEIEKLI
LMANTFGMKDLLKECTCDGGNKTPGEVPISVQ                                                
>Cele_F45C12_4                                                                  
MSEEVIKFTSPRKQVKEEFKLIDTQKIADVRIQWFGKFTKNREKIMFCWKFFPGDKLQNEGIDFLVGHIKAYPHPTYNDF
EPFEFDFNVNGAEHKETREYEYLTKNDWCCATYECELTPFRLYGNMFGASTKHDGVLVVEKKKLNVSKAFLSYHSDFFSD
LFSREAHSKDIPIEGVTYFEFGLLISCIHPDHTVFPNDETVSKLLSLADRFSMRAVYRMVEHHLLHSSSNMGIREVIKTA



DQYGMKELMEKSISRITSTEKVMDLIQSAEFPELSAETKAKLMDCMAKMMR                             
>Cele_F45C12_6                                                                  
MPQPAMETITFSSRPELYKRGYKHSNISISDEFQCELIDMRTSNEKQFQVGMDFYWNEEEIERITGTVTLCYSSGNGFGS
WVESETSVDLSKPGLTIGKVFDTNFHVMYTSYRYSLTIHRSHCLHRLYEKMFSPSEQSDAVLLVGDKKLHVNKAFLSCHS
TYFRSLFAKQADTGILIEGVTYDEFGLLMSTIYPEMVLSTDKTAELLLRLGDRFKMPAVMHHVETRLIEWTQLTDQKLMF
LADKFKLQKLLERTISWIDFLDDSRMLKESAEYSELSDSTKAKILDRLNSLPLSNENYTNYSSDGYFNRDVMRNILFILV
GVWLHNTACLIVSFCKSTKN                                                            
>Cele_F45C12_7                                                                  
MDKTKNETLEFASDWMYATLPITFYSDCNGLKCNVSIFNPDDQFLSTVKFDWDQKVIKDLTGTFTWIFDNSGGSCNQQLE
SITLDKPGQCYAQKINWNVFDYNYLRCKYSLTPNCCQEKCSDNKVALTPKKSPGQKVPEHKPTDHEIGSDVSYEKLFAPS
NRHDAVLLIGEKKLHVSKAFLSYHSDYFSDLFADKINEEIRLEDVSYEDFGLLMSIIHPETGFVNDQNAEKLLHLGNRFK
ISCVIHQVEHHFTRGTNFSNERLIFLADKYELQKLLEKAIQEMNSLDKAKKFGGSDDYKKLSDFARGKISDRLMQLLIN 
>Cele_F45D11_5                                                                  
MWCLLLKIGSSMLLESSWPPIRPTSRIFCSETSQSPEVTLPGVNAADFQNFLEVLYLEPAIDENTVIGIHHLADMYDVEP
VVRKCEKFLIEKSQLTVNEKLHFAMQHRMENLKEYCLSKIKLWTISAQFYRLT                           
>Cele_F47B10_9                                                                  
MVAIHESVLDGIREKISLFSTETVLRKFQIDTQSDTLYVNLSYLAELSEYFHILRTGSYTEKTSEKVTLDDVYTDELVVF
LSYVCPEGFEFDRTINQQNITPLVYFSDRLIFPWVKQEIKKYFKSDDFKNELYDAESLIQLCYLLHTQCYASGDIDPIFK
KIARLENISLVDKAVAAISDANMRSYFAERIIHFRPYSYQPRAQSFFDWNDTRARLFF                      
>Cele_F47C10_2                                                                  
MFLPTNETDAILVIGDKMLNVNKAFLSFHSTYFSALFSSNYKEGQMSEIELKDVSYENFALLLGTIYPNTIFPNDKTVYK
ILDMADRFILPSAIWHVEYHLLNNTRIRNEMLMWLADRYGMTKLLEKSIRRMNSVESAKKLKASQEYSKLSNDSKAKVLD
RLMGLI                                                                          
>Cele_F47D12_7                                                                  
MDICDISASQLATSPPPRTAIDFNSSIEESPVKRVKFSPELTKSFEETLSPTVTLVLRNNEEVIFDRYLLSFYSNYFRVL
FSSKFRDSNSTTHRIRLISASDLHFLLTIPKAFEQGIKPNITLQKAIELLEPAAFLQMSIALDYISDIICKNLTHENIIK
IFRLALLYHTTLAVRVWRSMVRKFQTLFATNVYLSLKENELIGLLTDKHLNLKSEDETTVVVNWIKHNSPLQSDRLTQFA
QRNFSRRPQPDATKYEVIRTRQPMDAIVCFGGWASRGVAQKIEVCNTRSDRWQTCNFNYDIPNIHRAYHGIEVVEDKLIV
YGGFDGIKQFQTTVLFDLSTKEWRRGANMNDKRCYVTSARVNDSYGRPLVFACGGMNGVSRLKTAEMYDYRADQWTEVAN
MTQMRSDGAVVTIDNKIVAIGGFDGRNIHQGGEVYDPVLDLWHPLSSNMRTRRTGCTAVSIMNQVCMIIGGFNGNRRLDS
AEIYDMREGLWHPEPTLQTARSNFSACQMDTCYVYVAGGFDGQTTTKESERLDLRSKMWQALPDMAEAKSALRMVTLSDH
PFLDELFDIPDDTGIVTSW                                                             
>Cele_F52C6_10                                                                  
MVAPGKKFTLRHIFKNVTKWKTGEIFYSPDEEHFNVPWQMCIHRENGNMCVILCCLKVEEDRVPWKINFEYQLKIVNISG
MSIVKAGNKICTEKRRFVRRQFISRNTLKSGYLVDDIITVEATVKITKVSKKQLRSFDKSNKKFSDVILAIEDEKFYVLK
KFLASHSTYFKTLLLGKFEEAERQEVKLQDIDSTDFQNLMEVLYGESAIDDGTIKGILELADMYDMPFPIRKCEEFLIDS
SEKSIKEKLKIAKQYKMENLKNSCLSKVNTVRDIKAAMTGDPTEMDLSVLAALLGKSLALH                   
>Cele_F52C6_11                                                                  
MVAVKREFELSHVFKDVSKLEDGNTFYGPEEEHFNVQWRIVLIHQKEDVAVFLRYLHPKNEQAPWKIDSEFTLKLSNSSG
KSVTKTGSDIWNSYDALGFCDVFEWDSLLKDYLIDDVIIIEVAVKIKNMSGIPKKKLKSFERSNEEFSDVILAVGDKKFF
VLRKFLASHSTYFETLLLGNFAEADKSEVKLQDINSTDFQNLMEVRYGEYAIDEETVDGILHLAHLYDMPFPIKRCEEFL
VDSSEKSTKEKLKVAKKYQLENLKASCLAKINTLEEIKAALAGDLDEMDPSVVHALFRKSLALH                
>Cele_F52C6_8                                                                   
MVATTKEFQLHHSYKNVSKLEDEGTLLSPSEEHFNVQWYMAVSHKKEDMAVYLHCNILGKAEATWCIDAEFEFTLKNSCG
KRSTKKTAVKFTNSENIGYGWKKFISWEMLAKDYIIDDIIIAEATVKVTNMTGILKKKLKSFEKSEEQFSDVILAVEDET
FHVLKKFLASHSTYFNALLLGKFKEAEISEVALKDIDSTDFQNLLEVLYGESAIDEDTIEGILHLAHMYDMPFPTRKCEE
FLIDFSEKPIKEKLKVAKKYQLEDLKMSCLMKTNTIDEIKAALAGDSTEMDVTVLAALLEKTLTFH              
>Cele_F52H3_3                                                                   
MSEQYTTPERENPDDERAFDRVFDALSISCPCDNPSNIPNRLFASPPTQSAPEQIDNGAADVQPFDFQAYNQPRLARTEG
MLKLEIPNFSNLRSKVSTPFQYIGNLPWRLAAKTEKTKRTSDVKFFSVYIDCNPESESTLWSCDAVVEFRLVSRNRTIPP
FSRQFTNKFNYNSNNWGFPSFMAWEDVNNSNYVRNEMVTVTARVVVQKVLGVRNVPKYDFGAMQTNICDMTLVINKQKLF
VNKAYLALYSPVFYAMFFSNFQEREKTQVELEDVVLEEFRELLHVIYPCHKPITSDNVEYLLELGDKYEIQYVMDECERF
LVGSEDILQITKLMWADQYLLAKLQDSCLRNIKEVSDVKAIKLTEEFKNLSDATKAALLEKVLKIVN             
>Cele_F55B11_7                                                                  
MKENLRKPPEHFPLGSHSTILHVPKSSTNYSFRIRNIHNVKWKLNVETLNSVPTDKINLKLSKELNKNTDTNKIDSIQID
YGFTIKNHVNSNNSIVVKGTFTFGGNENELNVEMSENEKIIEDSNGFYDLKTQKLELECSFIVRSAELCDFVEYLDLYNF
NPVIHDTEANVLGVRMFLNKKIIALQSPTFLALIENQTVLSSEQLANCKFEDIHDFLQLIHGVDLSLDEDNIDTFLMLAK
RLDVPRVIDYCKRELIAGCGGISKKKVTEIAIKWAFWDVMPEIVASAHTLADLKKQNWDLNELPLNVFDMITRKCFE   
>Cele_F56C3_9                                                                   
MTQQKMHMFSTETALRKFQINTQSDTIYVNLNYLAELSEYFHILRTGFYSEMTAEKVNLNDVFAEDLVVFLSYVCPDGFE
FDRTINQHNITPLVYFSDRLVFPWVKREVHKYLNSEAFQNEIYDTELLVQLCYLLHSQNYSEIDVVFKKIALIDNPLVVD
RLVQEITDSDVQSFFTKKILQYRPYTEKPRPQMFFDWDHTPYSAYV                                  



>Cele_F57C2_1                                                                   
MADEVIEYKFTCSSFYYGRETSQVLNTSITKGLKCVWKTRYASIAEQAFFSWEFDWNELKRLGIDSLAGNITVKSASMSP
LNVQIDLRKPTEIVERAFYLRDDDYAYNSYINKTTFEYSFVPYCAQVDESLYEKMFLPSDENDAILVIGNKKLHVCKAFL
SYHSSFFRAIFSSAFKEGQMSEIPIKDVTYKDFALMLSTIYPDAVFPNDRTVEKLLEMGDRFIIQSVINHVEYHLLHNTS
IGNEKLMWMADRYGMPKLLVKSIQQMNSIEKAKALKSSPDYAKLSKEAKEKILDRLMALI                    
>Cele_F57C2_2                                                                   
MADEVIEYKFICPNITIYRESLQHLYTSFAKGLKCVWKTRNTSGQTFFSWEFDLNELKNQGIDGLMGRISVNSDSIDLLN
VQIDLKNSTEIIERVVHLYHNNYQYGYNYIPSATFEYSFVPYYAQAEGSLYDQMFLPSHENDAILVIGKKKLHVCKAFLS
YHSSFFRAIFSSTFKEGQMSEIPIKDVTYKDFALMLSTIYPDAVFPNDRTAEKLLEMGDRFIIQSVINHVEYHLLHNTKI
GNEKLMWMADRYGMSKLLVKSIRQMDSIEKAKALKSSPDYAKLSKEAKEKILDRLMALI                     
>Cele_F59H6_1                                                                   
MLNGIHDYKKEFVLSHTFKNVSKMKIDKSLISPVKKHANFDWYLSINHNGDDLGMYIHCKQSKNDGVIWFIEAEIEMTLD
GRFIKSTTKRGEFKFSTNAPFSHGFRKFISWNKCVYRIGDSFNAKVSVKIRKAIGNCKSVLRSFDKSNEIGLEVLIETYW
AEYYVMREVLTTQSAYFMDLLKDPGISKVKLDGDDLTEFQNLLEVLHGMPAIDENTVVGILHLATDYKMPLPIQKCEEFL
TNKSTKSTNRKLKIASEYRLDSLKVLATHTSYFKDRHVTLQNISAADFQNLLEVIYGESDVEDHTAHAILYLAHKLEMKL
IVQKCVDFLLQISESTIHAVIHLACRLQIHRLHQKCANFLSEKSENFNDELTNYQLENLVNNCIEKIDSIDNIKAKLAAG
WKDSILLADLLVISLEIY                                                              
>Cele_F59H6_10                                                                  
MVATNKEFQLFHTYKNVSKLEDEGTLLSPSEEHFNVQWYMAVSHKKEDMAVYLHCNILGQTEETWCINAEFEFTLKNSCG
KRSTEKTTVKFTNLENIVYGWKKFISWEMLAKDYIIDDIIIAEATVKVTNMTGILKKKLRSFEKSEEEFSDVVLAVEDEK
FHVLKKFLASHSTYFNALLLGNFKEAEISEVALKDIDSTDFQNLLEVLYGEPAIDEDTIEGILHLAHMYDMPFPTRKCEE
FLIDFSEKPIKEKLKVAKKYQLENLKKSCLMKISTIDEIKAALAGDSTEMDVAVLAALLEKTLTFH              
>Cele_F59H6_11                                                                  
MVATEKKFTLRHIFKNVSQLEDGKYLYSPDEDHFNVDWNMSISHKKEKLGVYFYCYKSEESASAWSIDTEYDLALKNSSG
KRISIDFKYKFSTSTGFGTAELVSWDAMIKDYLIDDVIIMEATVKIINLMGIPKKTLRTFDESNEEFSDVILTVEDEKFY
VLKQFLASHSSHFKTLFLRKCEEEAEKSEYTLQDINSIDFQNLLEVLHGEPAIDEETVQGIRDLADKYDMPFPTRKCEEF
LIDLSEKSIKEKLKIAKQFQLEKLKMHCLSKIETVDHIKAAMTGDPIEMDLSVLAALLGKSLALH               
>Cele_F59H6_12                                                                  
MRAQKVFNRAPNEGTDAILVIGDKKLHVSKAFLSFHSNFFRKLFSSNFKESEMTEIPIKDVTYEDFCLMLGTIYPRTIFP
NDETSEKLLEMADRFLIPAVTNIVEQQLLYNSQMQNEKLIRLADQYQMKMLLNKSTWKVDSLEKVKELIKTLEYEKL   
>Cele_F59H6_8                                                                   
MVKKEFQLTHIFKNVSKLKVGKFAWTPMKEHFNVSWQIAITRTHFRNEEKMEIQVGCQKLTKDDVPAGVEGEFTIKLTNS
SGISTSKSSRLKLVKNGGLGFLKIVWKVMQDEYLIDDSIIIEATVKITKMTGISKKPLKCFDQSKEKFSDVILAVGDQKF
FVLRKFLASHSTFFESRFLGNFDEADKSEVTLRDIDSADFQNLLEVLYGEPAIDDDTVDGILHLAHMYDIPLPIRKCEEF
LIEVSEKSMKDQLVLAKQYQLEKLKVKKKT                                                  
>Cele_F59H6_9                                                                   
MVKKEFHLTHTFKNVSKLEDGKTLYGPEEEHFNIPWQLSFCRKEEFVGVFLRCLRPTDGIVPWEINADCILKLTSSAGKC
LSHSSTYIFQSIGGFGRRKFVSWDTLVKDHLVNDSIIMEATVMITKMTGISKKKLRSFEKSEEQFSDVVLAVEDKKFFVL
RKFLASHSSYFKSLLLGTFAEADKSEIKHEAINSIDFQNFLEVLYGEPVIDDDDVEGILHLAHMYDVPVAIRKCEEFLIE
KSEKSMRDQLEIAKKYQLDNLKKSCLSKVNTVEEIKAALMCDLADMDPTVVAALFRKSLALL                  
>Cele_H31G24_3                                                                  
MVDAPGTEVNDTRVIIGKGLSLDSIKFPDFHMFDTNWKMKLHAEWSEELETEVVSIKLRHRRRNVDDIWSMDATVKIHFE
QDWLKGEVQVDSQFSNQGQEIEILNCGTVVGKLNSSEIHLCVHIFMQINQSKGIQLRNYINFARPIPIFSDTIVLVDGVK
FHVNRMILSMASPIFLEAFVTNFDERSLKLCNISAPDFRRILNIIYPPHLPPKQWIKESDLVKQFEHIQRILRIGKSLQI
SIVLEVADKWLVKYGRHKLGDTLHLVQAFGLRKLMGSKLAKMRSLEEIKKCQDQIQVLSRKTKALILDRILSTL      
>Cele_K02E7_9                                                                   
MDNIVTQNIKFESEPNYYLRGYHLFDISPLNGLKCEITDEFETDKIHLKIKLDWDQQEIKKITGFIQLSYDGHQLKPIDS
NFDKRGGICIMTVPKYINAYRWSFSFDLKLHRYPAKPPQISHDLNPQVRSYDTMFEPSRKHDAVLLIGEKKLHVNKAFLS
YHSDYFCDLFAEKFDEKNGIPIENVTYENFGLLMSIIYPEAAFSNHQNAEVLLELGNRFKIPAVMRHVENQIIRDTKFPN
ERLIFLADKYELQKLLAMEIQKMESFDQAKKFKGSDDYSQLSDATKAKILDRLIELS                       
>Cele_K08E4_7                                                                   
MDAENKSNTDNNYGEIQLVFKLVDKKYFFNPLFHRSEHSIAKIRNLPWTLSLVKKDQIKVTISCNEDSSSNVWKCEADIA
LEINYHDVRSDTPTKMETIFEGRKFDFNKRIMEETVEQWIDVFNGKIELKGAITVTAKVKVTKLYGYRKRKMLDFSTNHP
DYFDGVLLVENKKIYVQKRYLATKSTYFWNIFFGDFKEKEQEAVEIPGVKYDDVIQFLNFIHHTDSQINIETIENMMVLA
DLFLIDCLMCCCEKILIKADSVNLAKKLIWAERFALNELMDHCLDGFKKMQDFVEFRKNEFYAGVSDDIKSTLLDRVMKI
KGYRYL                                                                          
>Cele_M01D1_3                                                                   
MDNIVTESIKFESEPNYLQRGYHLFDISFLNGLTCVITNKIETDEIHLKIKLDWDERDIEKITGFIQLSYDGHQLKPIDS
NFDKRGGICTIIVPKFLYEYRWSFSFNLKLHRDPAKPPQISNDLKSQVSYDTMFEPSRKHDAVLLIGEKKLHVNKAFLSY
HSDYFSDLFAEKVDEKNGIPIENVTYENFGLLMSVIYPEAVFSNHQNAEVLLELGNRFKIPAVMRHVENQIVGDTTKFPN
KRLISLAEKYGLQKLLAMEIQKMKSFDQAKKFKGSDDYLQLSDATKAKIFDRLIELS                       
>Cele_R09A1_2                                                                   



MKTAINYCFFFDYQLFNQKIFGNFLFVNEYSGEMKDSCKVSKSTTNHRIDMNKSLDITAAIHHFESVSQFLRDDYSGARE
LCDVTLRFDDESIPAHWVMLAAYSPAFAEKFRKPNKCFVLEMQPLDKTSVKRVLDYIYFGKVTFRLATLHEDLKAISYFE
IVTLQEDVEKRLVELAKGNCVDVLNLVTANLKTIPHSPSTILLISDESVRDIVSILHDTYSTNRLSYEEILSLSTNTVIT
CLSARIPDFKKVDIINMSLKWIYERHLNDHKACKILQGLTLGSMTYAELVNLRNSLIQTAIPVTIGRCVRLKRRENDTLD
IVFTYGESSGYQKPGIKPTITSSFTMNNDPTSGAGTPSTKTSRSPSNKFDDAISESWNVNLDDCNTAMSFNDEDLKRLGI
EKSKKMKKKEQEEM                                                                  
>Cele_R09A8_3_1                                                                 
MPLELNIDLTEERPKVPEIVAFAMDKPVLNKTNVLTLIPKRNRSAVSMRADETDNWGQEALDEKEAYTLMLRDPSIKNDL
LDRLNTFRRNRELCDAVLFVKEREIFVHKVVLAAVSPALLDMFNEENESSQDEKSPTSSSPTNGHTNGITNGNGEVAHEN
GAPVSAQKPQKSSTTFYEFSQTDFECFEALVNFAYTANLEISSRKVAELYKTAYALQMIPVIRACAAYLAENLQLSNCIG
IRRQANFHNDTFLMGKVDQFIVDNFDSIVNDSKEFTQLPVIQVRIIVPAEDGKVTNNANNNGGLAEMALFYFQNMPHDRA
EHSIDLLTCKTHILYMEENHLADCIEMDERSSVGSCDIIQDYKKSGKDRKDVAKAMTAQEPIINSVVQHRVNGAVPVRLN
ASRLPNMNASNESLESAGTDDSDPQDTIEARLISTHQTAPQYWVALVVLYRRLCVLSLQLTDNEELLRTKREPCPVDSQK
AALLSRLISCTGKQQKPLECMSAPRCSIGASFLNGKIFVCGGYDRGECLRSVEEYDVVNGKWRNVAKMKAERGRFDCTIH
GGKVFAVAGSNGNNDLKSCEIYDPKADVWAPLPNLATARCHNGCATIDNYVYCIGGSFDQKVLKDCERLDTTKLGTEEAE
WEPMASMEHPRYQAGVCTWKGLVVAAGGCDRWTCMDSVEAFDPKTNAWRQLPKLRQARRGGAVAVVRDTLYVIGGHDGTQ
SLDTVEILDSPSSQWRVGPTLTTPRANTHAVVTAGNVIFCIGGFNGVKFLDTIELLENEQIGWRNWQHCPQQILEEHEEE
DSSLMDDEATSTAPSSP                                                               
>Cele_R10D12_8                                                                  
MKISRFFELFNKNGSLKSENQFQFFNFNWKLKLSFSEKHNVPSIDLKLECDEIPDGIFLSIWIHFHCLTQNTKYDFFQIF
DKSRKSFCYRRIVTGIRHVRKFDGKTIVSFPINRFLLDDETGEHYDSKKQTKWPFYNPFTWDKLKEGTINAIPCKSCYHQ
FGFRIDLKCVTTFNTLPVRYGLPKWPKATLYPIQVEFFEPAWPSIQKLLNDKKTSSMSSDEWWMLCDLLGAYYHEWNFTD
EKLSKLNLHATKLGFYGFMEGLGFDGNIHKNIKNRNSANIVQKPRNITLTKHRKATVEYQKFWTISRIPKLLEPPKLFKI
YLGHGLHCIFNFYQSKFREQSYLSTAIVLIGCFNTFHDCDIEIYLVHGKTSKTQKSCARRILNQVQNTICIPLLCPVEVL
EFGEEINIEVKLKTRQVDGNFKPDCPSFVEMPGMNNVILKFDENCAIRVNKYFLAHFAPFFVALFFNENFEEHKQNEIRI
ISASFNEMLSFLDVLYHKTKLFNVSEYYHVLRIADGWICDEVIRIIEKAVENTLCSSVNKEKLRMKFNLANSKQMPLAES
TLKRESKDKTSDWRSQADAKKSRVDKND                                                    
>Cele_R10E4_1_1                                                                 
MAPNKAAAEEYPVDIVDLSDDFKSSKTLDLVLDEEHKVYRYWIHLKCMKWQIELRANSFECFAAYFKTPATWSAEVEFEI
RAHVTNSVRSEKFTGRYTGSNHVYFRPLKLQDHMVREKLRSMRVEITVNVIKTMNFGMLYDYFDVLPEEENALLKVEDRL
IRVNKRYLSMMSPFFKALFYGELGEDKEIYEMKEKFREIITFLRCIYPHRQPVTKKSLDYLLQLADRYQCQPIVDACEMF
MCAHYHEYQKKTEKCFSYVEKYKMQRVLRIIVEYVAVTQSPAQFRLQSYYRDLSEKTQLAVLDYMAKNQSRRGKELERRR
GVNSHRANIDPIDDQDPPNGRLLGIADPLRNADPRPPQPGYNVPRYGNFRPLVFGHH                       
>Cele_R11E3_6                                                                   
MTLVASSENTGLCPMTFDDSSGQTSHMLFQRLQYQRKTGRFCDVEIVVQNKSFAAHRNILAAHSPYFDAIFKYCKITKEQ
LTINSKSPQVFELFLNYMYSGTVIIDRSSVSELLRFANNFLIVKLKVYCAAYLDRYLDAANCLSIRTLAQRYNLPGLVKS
ATDYFDSNLNRCLLESRDIIGYTYTQLTRLIGDPKYVDCITSDTYLKLIVRWVGEEVSKREEIFRLLLESCEFREVSADT
LEFLLDYSPLLSKSQKSRFLLLHVMETNNMLMEKYSTQLSSLRQKIVDLPILHDPSQFEDDIYDSSDSEEDPDDYIADGH
PTSAQVVEYGNDVNNRLKMKIAFQPGNEKKRLKRPKGMKKHHLHPIPPINATENESIPWIDEDEIDGVYATCSLEGCHTY
GPVDNLDPDDCEDEEDQPDENGPSTCIFCGLRTANEELLEKHKARHHNRNTYYMCHLCEFETNWSKQFYLHCAEHWTEIP
YRCETCPFTSNEIQEFLTHRLQHTDERFFKCGECAWKGRTRSQLFAHERMHSVLDDRSLHCEECGRGFQQHSTLDHHVAS
HNDPRPYICEDCGFATKTADHLSLHRRQHTGDNFSCHIAGCDYSSTKKSQLAAHLRTHMAVRAHLCKICGRGFIEKSHLV
RHERIHLEEKPFKCDQCEYASSRRDKLKEHIIKHHNSEVLTFQKTQRRKYKRQRMLAAASNIVNNPDALFRPITSDDAVS
NWQATNDFSTYSPNPNDYGGPSTYGNPSSPQRAFSVVHPSQHQHHAQSPGCMSMMNVPLRDNHHQMQRQDSPGDSVGGGQ
GGGGGGGPEGSDNTHGVLMTPNLVMRSPHNRSAVQPQFNNLSTNSDPQQQQQQQQLRPFSLPTYGQMDLAQAAQLQQLQQ
QLQAAGLPPTGTPNNQDNSNNAWNPWNVQ                                                   
>Cele_R12E2_1_1                                                                 
MRGGQEISDPMDLPSTSHDSADMFESRKPQSKYKNSHFANSVLQQLGGLKNRDVLCDVTLICGWKRINAHRVVLSACSPY
FLSMFTSQMAECYMREINMEEIEPPTLEALIEFCYTGAIAIDDSNVQDILPAACLLQIHEVQTACCDYLKKQLDPSNCLG
IRAFADTHSCKELLSSADEFALKNFSRVIGKEEFQMLTVESLTTIIKSDKLNAASEELVFSAVIQWVRHDISKRKTHLSM
LLSHVRLPLCTPKFLVSVVSEEILVKSDPASRDLVDEAKNYLLLPVERPNMQGPRTKPRKPLQGSEVLYAVGGWCSGDAI
ASIERLDPMKGGTTWKCVAPMGKRRCGVGVAVLENLLYAVGGHDGQSYLNSIERYDPMTNQWSSDVAPTATCRTSVGVAA
FNGSLYAVGGQDGESCLDVVEKYDPRKNEWAKVASMGTRRLGVSVSVVNGCIYAVGGSNGPAPLNTVERYDPRVGKWEEV
RPMLTKRKHLGTAVYDGYIYAVGGRDTTTELNTAERYSVERDEWQPVVAMSNRRSGVGVAVVGEKLYAVGGFDGQTYLKS
VEIFDKDTNRWKTHSQMFYRRLGGGVGVVRVADAPETELHAVKRRDL                                 
>Cele_R13A1_3                                                                   
MSDISMKIPAVNKLLNLPEDSEIGKKVRISIRDIHGLYWTGFWTILNTIQGRFEIKCEEDSMCRWKFLAQVELQFTGEGQ
TPDVNINKEIEFSQKMKIFTFDPIDQGRRYNKVNLKITRKSSVGVDVVNFIDFEKKSNLLDALIRSEDGSKMVYANSGIL
ALNSPILKQKLEKDKLAEIIMPSELFVSIEKLMNFLHPPFKMERESVEEVLDLASKWEMKSVLAKYEQFLIRTRSYGQEA
SIKNVKLADKFKMKSLFEDVLYSEEIDVYTFLDGNDYSSWIRAAIIGSSLLFFHSYIENAVSLGIFCPLSFSFYFLSYAF
LQTSLIACSKCSIFNLLFQLLVICVFQSLSQICKSSMGDDSSQDKASAPPSAAAAGAAPAGNPQQQPASAIRNKVDVPPG
RASSWWRNLVMDDDKTAPVQSDTVISPENA                                                  



>Cele_R52_1                                                                     
MVATEKKFVLTHIFKNVSKMKDSDFLYSPEENLFNVPWFMLIARKDDHFGVFLHCQKINEAGPTWSVDTQNTIRVKTLSA
SKVSSEIFKHKFEKNEGWGYFKFISWDTLTNDYLIDDCIIVEITVKITKMTGIPKKVLRSFDKSAEEFSDVVLEVGGKKF
YVLKKFLASHSTYFNALLLGKPEMSEVTIQDTSSVDFQNLLEVLYGEPAIDEDTIDGILTLAHKFTMPLPIQKCEEFLIE
KSEKSVKEKLKLVKKYQLKSLKTHCLSKINTPYGINALMPFDHNDMDPEVVMALLKKSLATDEFYLDCIMRFTVICLIFI
TVGLII                                                                          
>Cele_T07H3_1                                                                   
MPPKLRNFDKSMEKYTDVVLVVKQERFYVSRAILSEHCTYFQSLFCGDSNYQEHIISDVEPQDFQKFLEVVHGEPAIFEA
TVQKILPLAQKFGSKTVLQKCERFLITISTVRLSTKWNLAKQYGLDELQAHCKLEFKTAQIVRKNPQPEPKSLAYSDKFI
FDHSFEKVDGLAEGDMRRSQPITHLDFTWTIYITRKNQHLRVSLCCGKAHLTSDWTVRADFKMTLTAKGSPDLVSDTKGF
FHLDSEKNFYWELGQEVEWDEIRDKCLADGKLEVETRVRIVKIRELPVEEFKPPRIVTVNAVKSYEGVLPPTKVLFGDFP
FPKALAKEKPDYSDYIRVTPLTQQAKTSAPAETPDLQTPPRQQASAKPQASPAKSAGAPQLPQKVPLFPSGGAPSSPSAP
EAPSEPPPPKIYPTLGANAPPAPPVQGKKFILKNVFGNVEAMKCHTAMACQKAVAYDFEWNLIISQKNNRLHVSLCCSKS
NVTSEFRILADFELIIAGKNGGRPLKSKTNGCFNIEKTKNSSQELGQDVEWSTIVYDYMVDGRLTVEAHVNITRVTCLDA
PKFKKLRNFDATGNSWDVMLIVAGQRFFVLKEILISNSARFKNIISKINFTAAPSTEIKLPDSSADHFQNFLEACYGDPS
INDDTVHGILKIAQSYEAAGIVKRCEEYVIKYSKKTLEQKEKLAKHHNLKTLKAHCDYWKSRRKCC              
>Cele_T07H3_2                                                                   
MGPPPKLRNFDHQMEPYSDVVLVASQEWFHVSKAILCDHSPYFRCLLSNFPRIDEKPVHLLKGVNPADFQKFLEVLHGEP
AIFECTIYQILLLAVKFQTYTVIKKCEKFLIHTSMAKLETKLALAQKYDLTELQTHCNEEFQAAFPVREPEIQRKPAIYR
NKFTFKYTFEKFDEDCVGGYNVQLGFLWSLNIHRKNDHLRISLCCDKPEPTPYWEVRADFQLVLPGQDEAPVTKGYFRNI
DEELKCEELGREIEWEEIADKYPVDGYLTIEARVNVIWIKEVEKKPEIKVEKKSKLITAMKKLLTVGK            
>Cele_T16H12_5a                                                                 
MILLAKFRNLYSKSRANDTISEGDKPEKATGDLEAGRNRLVSMEVGMGNDEVVSSGSGNSAHGRSISPSPSSASHGDPLL
PVAENWCHTQVKVVKFNYMWTINNFSFCREEMGEVLKSSTFSAGCNDKLKWCLRINPKGLDEESRDYLSLYLLLVQCNKS
EVRAKFKFSILNAKREETKAMESQRAYRFVQGKDWGFKKFIRRDFLLDEANGLLPGDRLSIFCEVSVVAETVNVTGQTNV
SQLFKVPPCRLADDMYGLFDNKQFSDFTLVCKSDLGSPTQTFHIHKAILAARSRVFSAMFEHHMQESDTNMTTVDDIEPE
VMRELLVYMYTGQTKYIEQMAQSLIAAADKYQLDRLKVMCEQALCYQLTTDNASLTLMLADMYSASQLRAHSINFINVNA
NEVMDTEGWEDLVRDHPKLLEEVFRALATQQTPPVVLVQPPKKRPKHNCPY                             
>Cele_T16H12_6                                                                  
MDISDISASQLATSPPPITTIDFNSSIEESPAKRVKFAPELTKSFEETLSPTVTLVLRNNEEVTFDRCLLSFYSNYFRVL
FSSKFRDSKSTTHRIRLISAPDLHLLLTIPKAFEQGIKPNISLQKAVELLEPSAFLQMSIPLDYITDVICANLTHENIIK
IFRLALLYHTTLAVRVWRAMVRKFQTLFATNVYLTLKENELIGLLTDKHLNLKSADEKTVVVNWIKHNSPLQSDRMAQFA
QRNFSRQPQPDATKYEVIRTRQPMDAIVCFGGWASRGVAQNIEVFNTRSDRWQTCNFNYDIPNIRRAYHGIEVVEDKLIV
YGGFNGTQQFQTTVLFDLSTKEWRSGANMNDKRCYVTSARINDSHGRPLIFACGGMNGVSRLKTAEMYDYRADQWSEVAN
MAQMRSDGAVVTIDNKIVVIGGFDGRNIHQGGEVYDPVLDLWHPLSSNMRTRRTGCTAVSIMNQVCMIIGGFNGNRRLDS
AEIYDMREGLWHPVPSLHTARSNFSACQMDTCSIYVAGGFDGQATTKESERLDLRSKMWQALPDMSEAKSALRMVTLSDH
PFLDELFDIPDDTGIITTW                                                             
>Cele_T25D10_5                                                                  
MKIKCVEVNSDKYSIKSVLGKFCDTNCGGINVSLFVSETTSNKYRFEWELKWDELKKKGVKHLFGTITPETNDKLVPSID
FSVDEKRSTSNLETSKDWLYNIPFKYKIFYKESDYSGLTLEELFKPSERNDAVLVIGGTKMHVNKALLSFHSEYFRALFS
SNFKEGKLTEIPMYEVSYEDFSRMLAVLYGNEALLKDDNLEKMLELADQFQVPRVTAHIETHLCHFSKMKQDQLMRLADK
FNLRTIIEKIISEVDTTQKMKNLKNSAVFWNLSDETKVLFLYRLMQLI                                
>Cele_T27C10_4                                                                  
MTNSTRKFSLKQKFTNVSCMVNHEKRYGPSQVHFDIPWRMKIQRSGSDLAAFLCCQKSENAENLMVHFEMKLISILGTEK
SRKTKFKICDLKPGNDGYGWDFMNWEDMENQFLIDDSIRMECHVELKYIERTSYRKFDESAKEFSDVILVAEKQKFYVSK
LFLSFQSSYFHALLLGNFIESTSSEIELKDVNSTYFQYFLELLHGESSITAENVEHILHLADMFDARTAIRRCEEFLNSL
CPNVKLKDKLRLAVQYRLGTLKELTNDLLARKHLTKTEEEIRKVFQDLDKDGDGFISVAELQAVMTNLQAWLTEEEIDDG
IRSADISGDGLVDLEEFIDVTMHSQQYSKRITNSNFSVPLKNFE                                    
>Cele_T27E9_4b                                                                  
MFASDVKHDKIAKIPLYTDDDLDFIKVDILDEMYKKSYSIFNELRSKCQLCDVALLVENRKLSAHKVILAATIPYFRGMF
TLDLMEANMKEINIEDSDMNYETVDALLSFAYTGELRITTSNVQSIMLGANFFQMLEVVQHCGNFLLTRLHPSNALSIRE
FCKMMCVEEKITEMTDDYIQKHFMAVSKDEDFKRLSLEDAIELLRNDHLYVDSEEQVYVAAMEWLNCDVIRHEQAAKILP
CVRLPLLSPTYLSSIVASNPIIKKDIPCRDLIDEAKDYHLLPDRRSLIKSFKCTPRLCQIVPGLIVAIGGLMHQSQSKSS
VEIYDPTSKKWSPIDGMVTLRTRVGVAVNQRQVYAIGGFNGQDRLDLVEKFDYDTLKWTTLSPLTRKRSALAAAFVTNRL
YVCGGYDGLHSLSSIEIYDINRNVWEAGPPMENMRSAAGVTVIDKHIYICGGHDGMQIFASVERLDTENQQWERIPSMIQ
QRCRFGAATFKGKIYVAGGYDGTSFLKSVEVYDPVEKKWSPVSPMNMRRSRVSLVSTNEGLFAVAGFDGENNLCSMEQYD
DVTDSWTIATALTCHEGGVGVGVIPMPPHML                                                 
>Cele_W02A11_5                                                                  
MSAVNSEATTNLLAEFQKLRGETIGLHSIFSEKSTVDISNLNGNTTLKRIEDSCEELKNEIREHVQVSSDELKSIRTANS
GFLNKIEESLKTSQQEAREDLKAIEKKNESLLNKSLNELKFQKEQLKYVEATLISQQKLIEHMAKELTGKSISDMVKNNE
DDGTHFEFSHTFNSVATLEKGVERRSELKEGCGSLNWFMSIKRERPSRKLLVYLNLDCEKLPTNNWIIEADIQCTLNQYY
FNEWVRKFERKEDAIFKCENGEYTDKLVFNFGEYEEILRTFTKNGVWNIEFDVDIIKTVGLSKKKLRCFDESAAEVSDAV



MIVKDEKFHVSKMFLAAQSSNFKLLFKNSNNSEFTLDGINSEDFQCFLELLYGEPALTGRLLNN                
>Cele_W02A11_8                                                                  
MYNGYADVDDLHVYVYCGNTPELRLQELVADVKITIQPENEKSCCIKKFLSLKDNKFESIAMSADFGDFDEMVYNYAIDG
KCTIEADITIIKEVGDARAKLRDFGEETRDVSDVVINVQNEKFHVSKMFLAAQSSHFKLLFKNSNDSEIALDGIIPEDFQ
NFLELLYGEPALTEDSVEGILQIAARFDVSTVIRKGEDFLLQKSEFSPEKKLQMSLKYNLENLKSKCLSEVKSVADIRSV
LPKDIKEMDHSVMAELLEKSLGLQKT                                                      
>Cele_W02G9_2_1                                                                 
MPVYAKAIFGSFPSVQQVRVENGERCLIEAMDELNKNEKGLYRPVRLENGDQISTTDDVLNGKLARVSYTPFEEFELVSN
SKGSCMEYENQEQSSKIMEQMRILRQTEELCDVELLVAGSVIRAHRYILAAASPYFKAMFTNGMVEMKKLTIELQDIPEE
SVRIIVDYIYTDKIAITMNNVHQLIFTATVLQMDVIVVACQQFLATMITSHNCMSLYHFSDIYNCTNLISSIEDFASSQF
RCIRKSPEFNSISFHHLKSLLNRSDLNVSEEQDVFETIVQWVSSNPRDRQHHFVQLFKTLRLHLVGWNFLCEAVNSNSYV
KNSQECREIISAMVLDAMTPSKRKHPESNHENTSEYSASMACPSLTASSSSSTSTFRKSVAGAIFCAGGRGKAGGPFSSV
EAYDWRRNQWIEVPDMMSQRRHVGVVSANGNLYAIGGHDGTAHLATAEAFQPSIRQWKRIASMKTARRGIAVASIENVIY
AVGGLDDTTCYKTVERYDIEEDEWSTVADMDVQRGGVGVAVIGRYLFAIGGNDGTSSLETCERFDPMIDKWKRIASMKNR
RAGSGVCVLDGYLYAIGGFDDNAPLETCERYDPDADKWITLDKMSSPRGGVGVAALGGKVYAIGGHDGSDYLNTVECYDP
IANRWQPAAEIKECRAGAGVAWANVRMHQLSRTPEKCDSGCAPSGGSYCI                              
>Cele_W05G11_5                                                                  
MVEDVIKFQSEIIKVQGGSGLAHEVKGLKWCWRSSFTPMTYDDYDDEDGFDYETNGQFMLTWNFDWSELKLAEVDRITGS
IVVKPVAGKSNISLMQIEVDMNNPKQSLVKNFNHPYKNLGLVAFEYVFCLHYNPRFLSFHSSYFRKLFSSNFKEAQLTEI
PIRDVSYEDFCLLLSTIYPNMIFPNDETADKLLELADRFLMPAVTNMVGFHLCHSDKLESMWGSKVHSANCPPNKARKTN
RLVCVSHSSVLSSLKQFKTELRAKVATEFIKNYDLLGAIEKADQLISSKKGVILNKNTVDEEGYKEYLELMKDNFVKLQR
LII                                                                             
>Cele_W07A12_4                                                                  
MVPKYKDIPNRLVIEENDPAGSDWFGDDRETLCDMAKFYNNAQFSDVNMKVGEESYPAHRLILSKSSDVFDRMMSQKWNG
DKFDLELVEDELCQKAFAPFLRFMYSNHVVLHKDNCLPLLVLADKYNVTTLKKVCLDFAQSEILPVIDLKELFSVWFSYA
TKAYHPSLIKSCMQAIALEFETLLTEEWEKDWQELHRDQMIEILKCNNLKVASEFKLWEALQKWIQAPNHSERRGNTAGP
LLAFLLPLIRFPFMNGDELNEVEKSAISEMHPKLFQPPLLLSYKFNALPLSSRMSCKDFTKKQFLLRQYEDNRWNQRMTV
AKTLLAYPCVDHAFTFTSRSSTVPMTEWKWTLKLTGLTFPNPTKVDVLRIILIAEGIDQYRSIEYMLQIVDEKKVLLSMS
GKKTFTKTRYYAELEMEKQISFDELLHDDSTFSCNGEFIFQLFLRVIE                                
>Cele_Y105E8B_4_1                                                               
MSDRHLYGSDHSYLSSKPSCSSCRRQSSTSQKNECMTNPGSIVLTQRWTVCNFESLLKLSRPGSCLRSTVFKDDAVPDAC
WQLCLYPGGKREENANNVSLFLKMSATSPSKEVVLKAEYRFYFLDDNDEPKFSNVNVGEFHAKPPKGGHSWGLRNIPTQK
VQNSIRQDKSLVISCHIELIPDASKVPCKRVPITPSIEMPFAQIPRAHVESELEMLASGDGTDMTIVAGPLDGEREQFRV
HAYKLRAHSDVFQMMLSHTEMRENQEKRIEILDFSPTSVRAMVEFIYAGVIKSDIDVYQAVDVMQIAEKYQILALKMTCE
QHLLDRLNVNNVLECITHAERYNTDVLYDACVDFAIHNRQHVMALTSWRNFISDEPVLASNLLEKMVKSNDNSSPPVKKP
RV                                                                              
>Cele_Y108F1_5                                                                  
MINGLELLYALGAIDETSQLTSPLGLQMAEFPLPPMHSKCLLKSAEFGCFTEMVTIVAMMQIQDVFITPYRQRHQADVIR
KKFAVEEGNHITMLNVFTKFVENGRSKKWCSDHFVNYRGLMRADNVRSQLVRLLKRFEIEKVSSRGHYTKVDIFHDKNDK
FEFLQFKTIDIFRNYRFLNRKIDNFWNFSFLAFHSTFFESLSLGGFYEAKLAEVPLYDIDVDDFQKFLEVLYGFPVINDN
TVEGILLLADMYQTPLVSELCEDFLIETTGKTYKKKLQMAITFNLENLKQFCISMIKSPFGLRSMIPSDISSIDHSTLAA
LFTKSLTLMK                                                                      
>Cele_Y43E12A_3                                                                 
MVEAPGTFVEVNDTRVIIGKGLSLDSIKFPDFHMFDTNWKMKLHAEWSEELGTDVVSIKLRHRRRNVDDIWSMDATVKIH
FEQDWLKGEVQVDSQFSNQGQEIEIPNCGTVVGKLNSSEIHLCVHIFMQINQSKGIQLRNYIDFARPIPIFSDTIVLVDG
VKFHVNRMILSMASPIFLEAFVTNFDERSLELCNISAPDFRRILNIIYPPHLPPKQWIKESDLVEQFEHIQRILRIGKSL
QISIVLEVADKWLVKYGRHKLGDTLHLAQAFGLRELMGSKLAKMRSLEEIKKCQDQIQVLSCKTKALILDRILSTL    
>Cele_Y43F8C_3                                                                  
MDDEEEIPVKYKLDGETEWQVKKEAVMKLGKTEWAIRLKLCKQGENHSYYSLHVAALTPNQVSRLQIKCTHQVEPPVVDW
EQEYTFGGAHTVLVNPCLLKIAEQKEKMTFVVELKLLNDSEKKPEKPFECEKEINFPGGDFILKSGNRKLKINSAYVKRR
CPLLGYLFENEETKEYDVGDVEFEDLVDIFGIFQNRWELEADRMIHLIPIARKFGFDIWGKSLNREFSQLMHRLDPVEIV
AEPNEEPVKFEFNTTLKWAIDDFELIGPSTLPKNQNLMVTWEEQNRNCIIYTYTQEILGEKYVSLGFQMSRPSTSATTSD
DDDDEEDVNVIDDESVYSEDQRVKYFDIDIHVINENGRRLHSDRIQRIRDDEYTIVGTPIFAYFDHLCQYLDEDGALLME
INWIENHDMVSDDEEDDDLDFSKLQKPRLKMPGLTNCFLRCEGQLIEVNREFLAHSSQYFSGLFSKNFREGYERTVNLTY
EHLPTLKLGLQVLYNRRLPLNDVEISRVLDFADRICAKSVMESLQRQLWSCKNMSFGDKKWLAEEFMLTDLKIKCTMEQN
EEMLRVTRVTRKRPRPVDFEDDVIEPPPQPRVPVISRRRLTRSSGSPRTNVL                            
>Cele_Y49F6C_3_1                                                                
MVKEIGLTHIFKNVSELEKGKYFHSPAEEHFNVRWNIKIARKNENIGVYLCCQRLKDIGEGAWSVDTEYRLTVKNSIGKR
LRNKARTKFVPNSNEWGWEFSWETLIKDYLIDDSIIVEAEVKIRKMTGIPRKLLSSFEQSDDVFSDVVLAVYDKKFFVLK
KFLATHSSYFKTLFLGKFDEPEKAEIALTDINAADFQCLLEVLYGEPAIEDENVEGILHLAHMYKMAVVIEKCVEFLSDK
SEKLGRDKFRIAKQYQLDNLKKSCLSKINTITEIKSAMAGDLSDMDPTVVAALLEKSVALH                   
>Cele_Y49F6C_4                                                                  



MAKEFQLTHIFKKVSEFKDGECRCGPLEEHFNVEWLLYINRKDDELAVFLGCNSLQGTEETTLSIYVELKFTLKNSIGTR
VTKIAKCLLSNKSTESDFGLNKFIGWETLLKDYLIDDSIIIEAKIKITKMTGFPRKELRSFDESSEEYSDMIIAVGDRKF
YVLKQLLASNSTHFQSLIPLDFEEMDCEGKSEITLPDINPSDFQCLLEVLYGEPAMDDENVEGILHSAHMYKMTKVIRNC
EEFLSNKSEKPMRDKFKIAKQYQLESLKKSCLSKIQTIQDIKSAMAGDLSDMDATVVAALLEKSVTIEPPSKNGRPY   
>Cele_Y49F6C_5                                                                  
MNMIIWKIKTVFTYTHQCAATMIQMLNWKLSVHGKAAPYGLFNMKTPSGKRVTFNTSHCFESTNEINGYGWKMSWETMKK
DYLVDDSLFVKATVKITKMIGIPRKKLKSFDESVEEFSDVILAVEDEKFYVLKKFLASHSSYFKSLFFGSFAEAEKSEIT
LSEINSAGFQCLLEVLYGESAIDDENVDGILHLAHMNEMAFVIRKCEECLLDKSDRPSRCIFKIAKQYQLEFKGKDHNRS
WEI                                                                             
>Cele_Y54F10AM_11                                                               
MAGMDFSMPKELVFDAIVVVEERKFHVGKQYLATHSRVFQSLFATPGDPEITIQDVSSEDFLKFLEFMYHNTDQITAQNV
ESLLTVSARFGVDFVMARCENWLSLDESMDFSLRLQLAETYKFWNLFDKLLETLQSEADCQQVMKMRFPPKLASHSMMAL
CRRAAALAKEAAKPEGAGAQITEEELDRTMKMLAPAEDDHSQMELTVPDDNASGSSGTLGDSEDTGAELVEPELSRILQR
TFVVPRRSRKLSVPEPEEYEEDGFSETLELFQEEARSCHDDTITLE                                  
>Cele_Y57A10B_3                                                                 
MSAMRRCTCFIICLLTSYTYGTTELVEYTRGDIEFDSSNGEKIIDISTTKGIRCEWKVSSDYYTACFKWKFIWDQVDKYE
VAGFSGQITVNYTTDSEGQKTRTVKVNLTDPGGEIWYNVSRSRYLSTYYASYNYTLEPQKRHMEAMELDKYFAPVDDRDA
VLIVEGKKLHVSSCFLSFHSTYFHDLFEYDNSTSLLNIEIPVEGVSYEDLGLLLSVVHSTATFPNDGNSKKLLELASQFQ
TPYVLGLVENHLLTNTFAWNETLMLLADKYGLMRLLGKSIRRIDSIEKARQLKDSVFLELSDSAKVKVAYHMIQLL    
>Cele_Y59E9AL_8                                                                 
MNSQKKMKEDINCGEIKLIIESVKDFKKISSSVGTETYTRKSDKLKINLSCNEDSANTLWNCQADIVMQLSYFDTKSEAR
KKLETIFEKKLFDSKNKKFEESMDQWAEIFNEKRELEGTIEVTANLKITKVQGYRKRKMFDYSTDHHRYFDGILLVENKK
IHVNKKIMSMSSTFFENIFFCNFKEKEAKFVEIPGVSYDEFMIFLDFIHPTGRQIESGFLENMMVLADLFMTDCVMNSCE
EFLIKTDKVDMAKKLILAERFSLCELMVSWKSFIKIVQAHFLRITVSIASKRFEISCRLQN                   
>Cele_Y62E10A_16_1                                                              
MGLAQSHSRTPSRDPLPNDHQVMDVYEESGPRRGRKRKAAKGSEIEMKKVAKLNTCAYVYQKLFLQGENSDIVLAACGRE
WRVHKLYLKQTKFFESMFDGLWTESNSGRVQMEITDPNIDADGLNSVLGSLYHNEIEIDLDKIEGTVAAASYIVLDSVTD
RCSEMMIEALSTKNAVRFYDVSTKYGLEKVREKSMEVLLHQFWKIMTDREKLNEVDRQLFVTLLNSPNLLIIEGEFDLYK
VVKSWIYMREVPDCCKDDSPETFTQNASKFFKESKTSMFIKYADIFASLRIEQFLTCSETIKTVKSDALIPLSIVDEMTS
ALWSSLLENEESPKTLEMDDDEFFKRCIRLGRSLDSFPKCWRWIGFNFGVDLLLHVNDYSVCIKRNCLNQKAPYSVNLKS
KHVLHYRLVICDSNGQILYDSGKTTWEMKPDEARTIYRMSEDLATQISVHFQYLIHQPICSTGHYVNKYLDDQNSTDDED
DEEEEDDDGDDEEDSS                                                                
>Cele_Y69H2_15                                                                  
MASFLKKLVKDRSKSPQKRRNHHVPPENGHISRQNYVPPYAPYAPVCYLPLPPSPVPPHQKRSSSRSNESFGIHSWNTEP
REIDDTPPFFTQKSTDFQAPPTSPGPLMRTRSHSPRKLKRESNEERKLKSKSKSPQKRATSGTVISQLDYLNSQCHLEGC
RADIVVNSTRFMLCRHQLCHASVFFKDLLAGKETNKDYNVSRNRMSEPTPSTQFRWFVESCIPCPALKDISDETLETCMR
LSQRFQAKGLELRCMKFLIENAHLRQPIVVLCWLNWALKHNFDTQTHAALLPSVSRLSLNALQRHRHMITEHIYSDIITA
KLRSTYDKTVQVFLAIHKIDHFSADVDVCPRCKRSKDGMKIKIHCDPCRKQVGCDRCYHDGCEISSRAVEDLQAFFKCPH
GMTPINDATDDCQCQIPQMAQYLGNQPPVRYQENNDEYMVPTDRLVENGQKSRKHK                        
>Cele_Y75B12B_4                                                                 
MSGKDNKGSIRFEIQNFSGLAKATEHKPVQIGHVEWILGAFTSTSDATNNAKHLGIHLKCNEELRSNLWSCDASIRFSLL
RLNSNEDDDAFSMEFQQKFDDLNKIVVVNNFKNWEEAICYDNRFVLDKHAVLEVQITVNKIAGIHERIIETFDQPKEHLT
DVVLVLEGKHVHVGKQVLATSSQFFQKMFYSNFAEKTQAEIKIDDVTHSEFIDLLNVIYPTHMLINSSNVSHLLKLSDRF
AVPRVLEKAETFLILDQKTHLIDKLKFAEVYRLSRLQNACLSQLETSEDVTALKHHENYKSLDHITYNALLQKLIDLLED
>Cele_Y97E10AR_1_1                                                              
MIRQEPKAYFLYENVDLSSFSELEPACKELDFAAFEDIHASCLLRITNTADLEVRLRRDGPPNDQWLAKGVMKVILWNEH
FEIDGSYPATWCNEKPFHLVDLMSRKSLKSEIGAEMFNVEISIKFDKWEGLKVLKLFQFDHQYLDSDLNINVQGENFYMR
SKTLFKEVPALQEYLEQNFEPGTKKYMMHELNGQRSIKAFRTLLQVSFRCSFITNIHEVGEVLTLAYRFEYPELKKKCEY
YLISEPESDWFQKLVFADLYELPLLRTHVLNNTIGLAQIWRNLHLHRFLSTETIRAITCKAIELKNQKNFGDGPSTGWAK
LDLHTITENRWERLKRVPICIAAPEPDVTARVEKFESTFMPKHFGVELITPEFSFVEKCLNLFTYKVQLGPDHRLLFKLD
WNNIQTDNFVWSATANVFIRLQYQGSQKFEISERVIFDYDHQSIFFDGLHIQNVFPGGVEHLLDGLGNNPTLPKIEIMVV
VDKIRGLELTPFDPSLDSDEEMDDEWILQPSRTSPIVCCGKYLYVDKEVLRKQSRVFSKIFEQTYEPITIPLTFDKFEAF
SSLLEFLHGEDIYFNYNNVFKIIELARAFDADDILEQAIDWIFNEPQNGKLEKLEFSERYAIPELQKVITDNILDLDELF
QIMKHPAKLSRRLLQILQDRMINLPIPADEEKEFE                                             
>Cele_ZC204_11                                                                  
MAEKIIEWKNQTCFSEKPISIIDSGITCNVKIVENRVHWRFAWVGAEPVYGLAGHTPLDEYETMFAKSNRTNAVLMVDGK
KLHVNKTLLSLHSTHFKKLFQSEGDQLPVDNISYEDFALLISTIQPNPIYPNHFTAEKILELAVRFRIPAATALVENQLV
NYSSFSHGKLLLIADKYGLERLLDQQVRKIYTKEVAEELKTCAEFPQLSDNAKAKVADFLLPLFT               
>Cele_ZC204_3                                                                   
MDWKGKLKFLQFCLLRNNKKKFHFSASYVDNDGQLEIFMDRLKKRLRFGWSCNCESRLNTHHAFYAFQDASRFPQGKYQR
HKCARYDLYLVALETPLAEYEKMFSESEDTDAVLVVEDKRLHVNKEFLSLHSTYFAELFKKSEITIEDLSYEDFGLLMSN
IYPKVIFPNDFTAEKILELAVRFKVPAAVALVENQLLHHSTLSHGKLLLLADKYEMHRLSGQQVRKIYTKEVAEKLRRST



EYSELSNRARARIGECLLQLF                                                           
>Cele_ZK858_4                                                                   
MEPRIDGGVFIGGIGNSGNEMCSNGVPALGVSSQTEIKVEKVQHTWTVKNFSHCYQEYLENFVYLQRGDEQLTWSIKIYP
KGNGENNKDFVFLCLNRVINNNVKAGKIGFKSQFKLRTAENKDIEMRIHPNPSHSDYVSYIKRDVLFPQIMPRDMIIVNV
EIDVAVETITTTNEPIQFEPTNSEQQLIEDYQRLFSQELLCDFAINVNGKIIRAHKAVLAARSPVFNAMLTHQDTDEAKS
SMMYINDMDYDVIYEMVYYIYCGRCNKDITDMATALLIAADKYRLEELKSHCEKYLVENINIENACSLLIIGDLYSAPKL
RKRAVTYILARPKNVTGTPGWEDILKGHPNLITDIFSQIDRQSSTGATSSVSNLPGVPMDIPGITGNIVPPPSGL     
>Ctel_214539                                                                    
MGKSRSYCDGFRSHLKKDFQWDDWSPPTTPPRVTLILPDKSTLTCLESALTNASNFFKAEVTSNPGQEIKLNFSDSTTIR
TVVDYLNRHTIRISDENFEKLLVASDFINLTNLKGHLSSFVRDTIDSTNCIEFYKLARKHKAQYFYHESLEFILSNFIEV
CCSSDNIEELSEEEMIEVVSNHRLAVDDEDIVHDTVVRWANADIKHRESSFLKIAAFIRFPFCSKFGLTNTVKYGGALKS
PSIVDQLKELKQVRYTSPMILHWIHNHRFVPRPSYKKVKKLHLVRIYVSATNHFVVSQTTDCLNETNTEWTETFKTPEDY
FCGHSMSPKFFPTDDGICWAVKGDKPGLEFRKWLVGSQSVTTPESPGDLSSACTWTFLSPNLYCFVDRTVNSDFNSPFVV
EQRHVNMWHKQKFVHPRPVQSVNNPYVVHFKEKLFLLGGVDAVGQPSLVNQTYSLNARSERKKDMPGICQSGAAVSFNDD
IFVVGGTERVCYQYTPSTDTWVVLSRPTHVHKEFTAATVWEGNILLWGCYHAEQYNPKTDTWSPCDELVPKNAAPGFDRG
LYTYAK*                                                                         
>Ctel_188992                                                                    
MTTVKPKKSLNDDLVALWVSSVSGFSSQYNSTTWSANCVVGAPRVYPRYGDIHGAWAQSSCDADQYIQVNFEEALYVEKV
ELYETLNAGAVIRISALDDRGVWHTLWETDSPTHITSSRIFSPPFERTYFKSDTLKIDLNCTSCNSWCELDAIRLLGKRN
VFDLQKAQSLSIDLLTLVDNPSFSDIIFLVEGHSVHAHKAILSARSRYFEAMFTDGLKETNEKEPIKLENISHSGFIAMM
QYLYSDALHANPHPTQYNELIRIADQFSIDGMRIFAHYHLSKDLTDDNVIHTFQDASEQLPVLDDVRQTCLSYITSHMSA
VSKTKAFCQLPQPLMLEVIQDAAGKLKSKLIIANFWGHKN*                                       
>Ctel_217135                                                                    
METKKFLQTMSKSFCNMRAATELVDVILVFGDAKIPCHKVVLAGTCDFFRAMFVTEMKESRSAEVQMSEISADIGLTLVN
YLYSGNIEITKQNAQDLLAACNMLFLTDIKKDIAKFLSQAQEFLTKHWKELIDTEEMKELQEVDFVGLLKSLDSQEDRFR
YLQKWVRLGGSGRDDRFNDLVEHVTLPKCSKEFICNVVMDEERMNHPKGMKLIQKAMQALMLADQPTKSSHESLVVANRD
GNAWMCSDNKTWKSIEWHAHESTYFSGCSSPEGFIISGGHTNYNPMPQCSSYVALVKQWRLLPNMHIPRFAHASVYYQDK
LYIIGGMESRHGYVDSVERLDAKTMRREDLCDLPQGTSTPLVVIVKHRLFVLGGVTKVGHSKTVLEFNFKDDTWDERSAM
PKECRRGAAVEFNSFIYVVGGREQSCMRYDPRLDEWVSLQRTIFPHMFGPAMVWNDVIIVCGGEGTDVIEQYCPHSGTWS
TWQLKLPHSGHLRFLLKIKS*                                                           
>Ctel_144920                                                                    
MTDVTLKLPDHSTIRCHKVILMAASPFFETMFQSGMKEGVDRVVRLKFSDSVTIKMLVDFIYSGEIDVDGDNVQTIVAAS
EFLLLKDLKTHCEKFLADKVNSSNCIQLIKFCQRFNLEKLNEIAQRCIRLNFQEVVALPEFKTLTEEDVTALVSNDQLKV
ANEDIVYHAVVAWVKADPKNRKGSFLRIAPLIRFAHCTQETLNGVVGREPLMWNPECMELLTEAQ               
>Ctel_161127                                                                    
MAASRMVPSPPPPEMSCPVAENWCYTQVRVVKFSYMWTISNFSFCREEMGEVLKSSTFSAGANDKLKWCLRVNPKGLDEE
SKDYLSLYLLLVSCNKSEVRAKFKFSILNAKREETKAMESQRAYRFVQGKDWGFKKFIRRDFLMDEANGLLPDDRLTIFC
EVSVVGETINMPGQSSCTPVKVPECRLSDDLGNLFDSSGFSDVTLCVGGREFQVHKAILAARSPVFNAMFEHEMEEKKQN
RVEINDVDHEVMKEMLRFFYTGRAPNLDKMADDLLAAADKYAVERLKVMCEEALCSNLTIENVSEVLVLADLHSAEQLKT
HAIDFINSHATDVMETQGWTHMLQSQPHLVADAFKALASQQSPPLGPPRKRAKQS*                        
>Ctel_172031                                                                    
MAAKLTIEDGCHSNDVLTRLCTLRRNDQLCDVVLEVMGHNVPAHRSVLACSSKFFMELFAADKDCSQRHFKLDHIDYDSF
MVLIDFMYLSRLEVTGDRVRSVYKAARFLKLKKVVSACVNFLTENLTPFNCIGIRSFADKHSDEKFTACVDSFIQKHLSD
VLEKSPDAHQLPTIKVDIMGVEAFDLPSIEEKNLCHLVVEWLKGSLNNNLTISDLADNPSALYLTGNNDLQDCLDLEFEK
EEDDVVRRGIVEDYKKMHQKQNKRKLMIKDPSEVALDVPLSVCTTSPPTWEVLASKMVQEHKCVCVAALHSSLIIITMKL
HPRPSSPASTNGNESDTSAFNGHSPSLSPRLSTDKGCCLIPLAQMNNARCGLGVARLNDKLVAMGGYDRGECVDSVEVFD
VSTNSWSELPKLLTARGRFDATQIDDCLYACGGSNGASELNSAECFNSTLNKWLALPDMASNRSNAGVVALNGKVYAVGG
WNGSSLASCEVYDPDTDAWTSIASLKYGRSQAAVCAYGGCIYAVGGCDAWKCLASAERYNPETDEWTSIASAGTPRRGAG
VQVFNDKLYVVGGNDGQSCLSSVEIFDPVSHSWSFGPTLNVARANVGVSVIQDRLFAVGGFSGKLFLNSIEYLPIDGKQW
CVYVPNENKKLVAATSVHSLNGDFDDEALKSENGCHSECTVAALNGVEVE*                             
>Ctel_210697                                                                    
MADVHFLVGKDAQLIPAHRFILCVGSAVFDAMFNGAMAATEARIELPDVEPSAFLALLKFLYSDEVAIGPDTVMTTLYTA
KKYAVPALEQACVEFLKKNLNSDNAFMLLTQARLFDEPQLAAICLETIDKSTTEALAAEGFTDIDLETLTAVLQRDTLGI
REVKLFKAVCRWAEAECVRKGLELTPANQREVLGDVLRLIRFPLMTVEEFAVEAAQSGLLGDREVVSLFLNFTVEPKPSV
SFSDVPRCCLTGKEQVVSRFVHIEHRWGYSGTSDRIRFAVNRRIFVVGFGLYGSIHNPSEYSVNMQILQTESGEVCGSND
GAFKADGSASTFRVMFKEPIEIQPNTNYTASATMKGPDSYYGSRGLRKVTHESVTSGKVTFQFNYAAGNNNGTSVEDGQI
PEIIFYT*                                                                        
>Ctel_196313                                                                    
MSTFKLRNSDNDNDVLFKDRCQARRAFLNVKQSMKDSLIAFFVLSESMDCVNEIGIPCDVELKTNDGGCFPVHRIFMVGQ
SPFFRAIFTNGCEESKQHEVQIGVVSERGLSNVIKYTYTRMLDVHDVMDTNHLGEIHFAADFLLVEGLRNVCELLLAMSP
RQRTRTAKEFFMNTE*                                                                
>Ctel_120430                                                                    



MKEAGELLDVTLVFGECRIRCHKVILAGMCDFFRRMFTTNMAECGAQEIVMRDISAGTGTLLVGYLYTGQIEINTQNVQD
LLAASEMLMLGALKQNVEEFLRSHTESMNCISMINLARFYSLETLLAKAKDILHDHIKEIIDMDELRYLQERDFVEVLEE
RESQEESFLFIQKWMRSADGRTDRFNDLLQHIDLSLCSKEFIFSTVMDEELMHNSRGMKMLQLLFQSFGSTDAQPKSLAV
GKLEGEMWMCRDIHVQDWYPIQKPPSQHMYYSACASPGGFIVSGGSRNNVPQRDCFSYDSKSDSWSTLPSMSTARRSHSS
IYYNQHLYIVGGWDGQKKINIVETLNMRSLQWSHLPPLPHPVGLPYLAIISNKFLVFGVRNGSWNVDMHEFDFAQQTWQT
RSPMPEICDAGSAVTLGEEIYVIGGRSNSCMRFNPRADAWTFLQRPPMDHTNCSLLVWKGQILVFGADNHDSIEAYSPKT
NTWTKWALKTPARGGIRFAFEMKLPE*                                                     
>Ctel_128447                                                                    
SHLKAFMASLHKLQENEVMTDVTLILPDQSAIQCHKVVLAAASPFFETMFQSGLKESAEQDIKLAFADSGTIRSLVKFFY
TGDIKLTAENIKAIVGGSEFLCCKHLKAHCEEFLMGNVGLSNCIDYYQFGKVFNLKVLVKTAFDFILSKFREFMEISDFD
KLTEDELAEVVSCDRLNAENEDVVFEAVVHWVNADPDAREEVFPRIAPLIRFPFCTQTMLIDKICCSSLVLKSECIQLAH
EAVWSQFHL                                                                       
>Ctel_63634                                                                     
SYLEAFMTSLQKSKESRSMTDVTLILSDQSTIDCHKLVLAMASPFFEAMFRSDLKENIQREVPLDFHDAGMIRKLVEYFY
SGEIDINSDNVGDILTECEFFCLADLKIHCGAFMTSQVDSSNCLAFYRCARQYKLGKLVPHCFEHMLSHFKNDFCSSESF
VDLSEEELIEVLSDDRLSVENEDIVLHSVVRWVEADLEQRRTAFVRIAPFIRFPFCTPELLGDIGPETLMTNNTCMELLR
EAAEVKSAKIGLHLKQSARCIPRQGYKTKKPQLFRVYGQYFEFTEELNGELTKWNTIPSKYAITLNHVLTYIQNKLFAFG
GKINEHLSTMVDSFDQQSFQWKPQKRSMLHAVCKPYTVHFGTKLYVLGGIGVDGPSTVNQEFDPIWDKWQLKQSMPGVCE
SGAAVSLNTSIFVVGGAERACFRYTPTTDTW                                                 
>Ctel_203209                                                                    
MMQAVTSLPDIFLQMREAGEFVDINLVFGEQRVSCHKVILAGTCDYFHRMFLSDMLESTAKEVTMKDISASTGVSLVHFL
YTGRINITSQNAQDLLAASEMLLLGSLKQKVEEFLRSNTDSMNCLSTLSLARLYDMKTLMEDAKKFLHEHMREVTDSEEM
HLLQEDDLIETLEANASQEHKFCFIQKWIRSADARTDRFDDLVQHEILKEKCGSVLTIKFNIGNRCRSPQFSVGGGISKG
TASAVCYSYDVHDNKWNELPPMFTARNQHSSIFYNNHLYIVGGINSNTILDSAEELDMESLRWSRLPPLPHPVCQTCLAI
VSDNLQVFGGIQSKSTWIDDVWEFDLNERVWQQRAPMPEGCEGGAAVCLDDHVYIVGGKNRTCAQFNPSQDTWTSLQRPQ
FTHRFGPALVWNKNIIIFGGEENKTIEKYSPSTDTWSEWMLKMPTKGGMRFVVKI*                        
>Ctel_62981                                                                     
IFLQMREAGEFVDINLVFGEQRVSCHKVILAGTCDYFHRMFLSDMFESTAKEVTMKDISASTGVSLVHFLYTGRIDITSQ
NAQDLLTASEMLLLGSLKQKVEEFLRSNTDSMNCLSTLSLARLYDMKTLMEDAKKFLHEHMREVTDSEEMHLLQEDDLIE
TLEANAPQEHKFCFIQKWIRSADARTDRFDDLVQHVSLSKCSREFICSTVMNEEIMQNKHGMKLIQEAMQSMTTDPPEQP
SLIVGDYEGEIEHSSIYHDHHLYVVGGYVAGNCLDSAEALDMKSLKWSHLPPLPHSALHSYLAVASNKLLVFGGFRASWT
TDVCEFDLNERVWQQRAPMPERCEGGAAVCLDDHVYIVGGKNRTCAQFNPSRDTWTSLQRPQFTHKFGPALVWNQNIIIF
GGQLNKTIEKYSPPTDTWSK                                                            
>Ctel_211281                                                                    
MCDYFHLTGLLERGVKKVIMQEVSATTGLLLLGYLYTGQIEITTQNTQELLAAIEVEEFLCSQTESKNCVSIINLARIYD
TKALLAVAKRFEHVKDIFDAEEIHLLQKEDLFEILDADAFQYDNFCFIQNWDNKEFICSTVMGKKLIANLKGFKLIQKAV
QTE*                                                                            
>Ctel_63514                                                                     
LHKLQEKEVMTDVTLILPDQSVIPCHKVVLMAASPFFDTMFQSGLKEGAEQNIKLDFADSDIIKILVEFFYTGDIELTEG
NIKALVAGSEFLCCKHLKAHCEEYLVDTVGLSNCIDYYRYGQVFNLKLLIKTAFDFILSKFKEFKGIADFDKLTEDELVE
VVSCDQLNAENEDVVFEAVVYWVNADPDARKEVFPRIAPLIRFPFCSQRALTDSICCNTLMQKPGCIDFAHEALWSQFHF
NCRPPIHNARCIPRQAFHLRESMSSLYRLTKSRSLNQVSLCVASFNDGSGIKWETIMPCVAPTWQRALAFIDGKIFAFGD
DPASKSVNSINLQELNPEWKSEQEMLHAVNRPIIVQFANKVYAFGGWKTRVTQEFDPALNEWRMRSEMPGGCYSGAAVAL
GDKIYVVGGKEKVCYSYDPENDEWKVLSKPTH                                                
>Ctel_176754                                                                    
MESPKSTPCEEASVVNNVHVVKQEVAENDFFQDQQHCNRILQALKVQKDLGVMCDITIEAGDLTLPAHKCVLAANSAYFN
SLFASTSSDAPSTLNFALGNSDAFSNLLNFMYTGEILLQVDKIHSYLRLNRELKMPNIQQTCIQYLSKVISADNCKQASL
SDGLLMSRPSKRAKQAAVQEAVVTEIKEPEARAPVKRKRGRPRKIVTPVVEERLGEPLSCICRLHDLSINLFTATPEDDY
EDEFAAHDDDEEGDEVVDEEKEKVPPTKRKRGPYKKKTDGPSAGDYETYSHSLPPSGAVFQCTKCPKLFRSQSLLQRHMK
GHGSDQPLECDACDFSTLHRSSLDTHMQTHNGHPHVCSVCGKTFAGRKHLQRHERLHSGEQLKCEHCDWSTTRRDKLRDH
IRRHHPDWALESGFATEDEVNKWKLARGPRSKEKKETPPPKAQREFPKGKGHHHSCSVNS*                   
>Ctel_112974                                                                    
MQTTAQKESICSGSSRCRHYEKLATNMMYLMTSNTFCDITLVVDDVSFPCHKVILSAASTYFSAMFQSGMKEANADKVQL
KFCEAETMKVLLEYFYTGSIAINEDNCQALIEAAGHLDLEDAKIDCETYMVSQTDSPNCIGFIRFAKAHDLKELHQTAQR
HLLENFEEVVMKSEEFVEMSEDELVDLISDDRLNTQDEDLVFISVQKWVEASNIQRREIFPRIAKHIRFSFCSKEFLSQL
VYGEPLLNNSDCNELLKWATYSAFLPQKQGLFAGWQPRLSYALKGTQSKLRSISQDSTQVALREYREESKQWPPLVQICG
SREKDACVLIKNSLIVFGSGGQSDSVVTIDLTNCNKWSTLAPMLKAPYQSLAVPFGQYIYVFDGGHGFNCCGVTQVYNTN
LKQWKMVSQMPCECSGGAAVVLNGNIYVFGGKIQRAMCYDPIQDKWDVLTPPTRTHDPASAAVWKGKILLNGSDSVEEYD
LQIDCWVERPELVAPGSVHIFTTTR*                                                      
>Ctel_136176                                                                    
MREAGQFVDITLVFGEQRIACHKVILAGMCEYFHRMFLTNMLESESKEVVMEGISATIGCLLVDYIYTGCIKITTQNAQD
LLAASEMFFLGSLKLIVEEFLCTHTESTNCVSIINLARIYDMKTLLAGAKKYLYEHVNEVIDTEEVHLLQEEDLVGVLEA



NGSQEDNFCFLQKWMRSANGRTDRFEHLIKHISLSRCSKEFICSTVMGEELMHSTQGMKLIQQAMQSSGQAKPPDQQSLV
HWSTLNPPSFHKFSSVCGSPRGFIISGGSKVEIYKRDCYSYDAHTCQWNTLPPMSIARRSHSSIYHNGLLYIVSGWNEEH
VYLNSVETLNLQSLQWYHIAPLPNSRSHSYVVIASNTIFVLGGFKGEHWLGDVFEYDSHRGTWNQRSPMPQICEEGAAVS
FHDHIYVVGGRNRSCMQYNPSDDMWTFLQAPRFSHIHGPSLVWNETIVVCGGQDGDSIEAYSPSANEWSPWALRMPIKDR
MRFVLKIKSPP*                                                                    
>Ctel_128118                                                                    
MATALERECGPKCRSKQHALQMNASVTKGSFLQCQIFFSTCYNVTNNTDTQGRNVLHLAASCGQHVLMKWLIEGKKMDVN
ARDLEHGWTALHRSLFYGQLAAARLLIQHNANLTLRDKEGFTAFDVAMSDRLPHVTFEKSGLQEVYTWGDNANFTLGHEK
EQRKKHPERIEYFGRHGISIKQVLMCKYHSVYLSTAGHVYTCGHGRGGRLGHGNEQTILAPKLIEAVKQEECILVSASND
HTVMLMQSGKVFSCGLNAYSQLGHSTSGACLTPKMVRMKSNSSPLLKGHQIIGVIARKFHTVLYTQEAVFTFGLNAGQLG
KIYNVLGEEIVSQPRLVAAFNHPDIRIKLVSASDAATIVTTGKGDLYALHEYQCRRIASKLLDLVQLSVVGGNLDHRVAV
ELLRDSGGSDLLIVLRNLSGNVYCWRTSHPVLHRVVWSIKRPLSVKEVAVSVHQLVFVTTEGDAFSTSLSQLRSRSSPVK
AKVVAVQSHNSSESMSLTDLVNRENIVEAKVHRIPLVHRATAIAIDRNGVNLAVLQVHPNASITQIPMYGGSVMMQQMKT
LLNEADLTDSIHDCVLQVGTQRVPAHAYILAMKSEYFRRYFEKTPPSQNNPIIVKCSQNLLSQLVQYFYTDTCDLLTPGF
LWQPDDEEAEQEEEVVEESTTVLSAKSRKKAAFEVYKEMKEREPLVKPPQPVNAQGRLVQVATELGIGGLVHRLKFVKLQ
KGVVANIPGKLLPQPKIRWDHSKLPELCDVWLKCDDDQVVTCHKCILVARVEYFHSMLSTGWIESGSHEPLSLPIPSDIL
KVVLNYLYCDELVGNKVLNDAEMLCNVLVVADQMLIVRLKELCEVHLSALVNLKNACELLEFASTYTALQLRDTCQQFIA
INLATLLESGSLDLLSDDVIDELSDAYREMVPGVDRRRIESFDGYPSRAYLQ                            
>Ctel_128104                                                                    
MGKERFLTAMSASFDQMRAAKELVDIVLVFGDLKLSCHKLVLASTSEYFRRMFQAGHKESQSEEIVMKKIDDKTGILLVE
YFYSGEININSENALCLLSASNMLLLDDLKGEVENFLCSHIGPQNCVAFLNMSHLHDLQDLIKEYREYITEEWKNIDEAA
KNQLREEDMVAILCNCEVQEENFLYLVDWVETDKRKVYKFMDLMVNVHLPACSKEFINNTVLGQKLMQNPKGIKLIQQAL
NTIYQRKHVVTVVGL*                                                                
>Ctel_228654                                                                    
MGTIGRPDSCQLNRSSSLLSGLTQSSIDSSFDHFDPSIGQQKLVSDLEQLVNNKETADVVFIIGEQETPFYLHKLFLWTR
CLNFKKYGLQFWRSKPSSGMLTFKYRQYQPTVFACVLRYIYSGQFDPEESSVFSSLIIATELGLPDLQKRCEGFILSRLS
VDNACLFLAGASKLESDDLNDEPIAGAFTKTCMHYVMTNASQCLLSDAWCHLPKLAVKRIIQDDQLCLEEDEVWRAVLRW
TKFQAGIPAHLSPLHWSDEHRRLAAQPLSGLVEHVKLLLIDSKVFAEEVEPTGAVPMEVSLERYRIAALPPDVCNQSFDD
DRLKPRVHITLFHDTRILCNEHAHFQKLLNQWYNNNLRPWKLLFRASRDGYKAEDFHRCCDGFSPTFVIVKGETGNICGG
FSDVAWTSNTLPRGRFIPSNCAFLFTLINNQGIAASKFEVSNGRLATLHHPTSGPTFGAGADLCIADQCRTGMHSYSNFP
HSYHGDSSSSSVLMGDYYFNVADYEVFTLISSVDVRESTSSVHNNRGHSCHTTC*                         
>Ctel_207764                                                                    
MANNEFLQEMSVTFRNMRHSDEMVDVVLVFEETRVKCHRLVLAASCEYFRRMFQTEMQERDAGEIPMKNVSSTTGLLLVE
YLYSGNIEMSTENAQELLAVSDRLLLTKLKKNVEEFLCEHVEATNCVSLKNFARLYGLESLLEVTHRFLTTHWKKLIDMQ
SEIDELTEDDLITLLTTYGSDEGSFLLLQKWVRSSHGRIGRFMDLLQNIELTLFSKEFVWRTIMSDELMQNPKGVKIIQE
AMEALLSADRNLSLVVGDFNRNIWISVDGKQWRVIQVPFSECGSYSVTSSSDGFIVSGGLANKTPKRECYAYVTHTRQWR
TLPPMSVGRYYHSSICDQDEFIVIGGRINEKSHLDSVECLNLKTLEWSQFPDLPQARCLSNLLHVQNQLFVVGGYLTKTT
TARDIYKFDSTERKWQTCSPLPEKCGSVGAVSFDNKIFVVGGQLRSCKQYDPCTDRWVQLPRPRFGHAFGPALTWKDKII
VCGGRGTDSIEEFDPQSDKWSTWGLKVPKQCDMCFALITNGHQ*                                    
>Ctel_111659                                                                    
MKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLDDISASTGVLLVNYLYSGNIDITQLNAQD
LLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKTLLADARSYLHEHVKEVVETEEMHLLPEADLIEVLEA
NYSQEDNFLFIQKWIRSADGRTDRFNDLMQHVSLSQCSKDFVCSTVMEEKLMHNTRGMKLIQEFMQSYRSADPPKQPSLT
VGNYYGEMWLCTDLNTPKWQSIQQPPFPIRRYSACASPGGFVVSGGEFQNYINQRECYSYHALNGQWNTLPPMPKVRSWH
SSIYHNHHLYVVGGLVNHLPLNSVEVLDMRNLQWNHLPPLPREVCLAYLAIVSDNLFVLGGCNSDWNWAADVHEFDSTQQ
TWRQRSPMPEICRGGAAVSFNDHVYVVGGEDRSCMRFNPRNNTWTSLRRPQFNHWEGPSLVLNGNIVVFGGEYSDSIEEY
SPLTDSWSTWTLKMPHKSQAWAFAARMDS*                                                  
>Ctel_63131                                                                     
LILPDQSTISCHKVVLMATSIFFETMFQSGLKESAEKDVRLDFADSNTIKTTIEFFYTGFIKVTTENVKALSAASDFLWC
KHLKAHCDEFLKQKVNSSNYIDLYHFGKMFNMSALSSQAHQHILFNFKSFCEMPEFYSLTEDGLVEIVSEDELNVETEEI
VIEAVVSWLNVDPDVRKGAFARIASHIRFPFCSLNTLTSNECLNKLVLDSGCMQLLHEALRSPYHRNCHHAVHNARFPPR
QSSTLCFFGGKIFAFGGCTIGENTPLKFVASFNVEDANPDWRLEKEMLIAIEEPCVVHFADKMFVFGGRIGNTFSVVSQE
FDPISNEWRLLSEMPGPCHGVAAVALNNKIYVVGGLNRVCYSFDPVNDEWKSLSPPTQLCLDGSATVWKGKILLSAYLCT
SLVQEYDPATDRWSKQNQL                                                             
>Ctel_47985                                                                     
MLENMKLTDLVLEVEGKEIPCHRAVMAAASPFFMKMLTSGMKECREGKVEINGASFNTISLIVHALYGGELKIDGDNVQD
ALVACNMYGINTLASECASYISERVDQDNCM                                                 
>Ctel_140542                                                                    
PAGISLEDATPSSEDSSEIPSCCPLGKDILHMYLQGDDHDVSLKIDSTSFRAHKCILCARSGYFAAMLSGPWSESNSDEI
ELIGVAPEAMEIILLYMYGAVPNLDPSQCNITHVLAAADMYGLCGLMESVAYALRRYYCHFFHKPCTDCCNGVLFTLPLA
STYGLEELWRKALKWTAKHFARVWSNKQFSLLPQEIQKKCVDTCIEGIVREPFHLSFLFHSVNLTEFQNRC*        
>Ctel_225601                                                                    



MNEELTLLATPPRDEFWDCLYDLRLKGHLCDIDLGVKNADGNMFIIHAHKLVLVASSAYFKQALESGELLEFYNFDGIRA
SDLEIVLDYVYHQKAWQEVEREPAALTAANALGIDRHSTKREKPSKLYKDHLGKNFMVVSMEGKPRKKAAMKPNTEETRI
FIDDVNQVFEQSIEYSKSKANESAQDTGPQEQMLSIELTAEGETSLQSLLQPSEGSAQSQLSLLADASSSADTLSAIAGI
TGGHEMVQVITGDSGQTLEVIAGGGGRVVKEEEAAADEVEETVEETEEEVTVEAVDDPQGPDSSQATGSQVETAPQGSNR
YGTRGKKFNLPEALKPEKKIKLESEAEEEEEQEEHKCPTCGRGFKNAQGLSVHMGWAHNASGVSHMVKPVHCPECNADVK
GSSALSKHMRRYHNNADIHKCSQEGCEEKFSTIRSLRKHLGDVHSVSMFSCDICSISFKSPEGMKIHNSKFHTKGEASLT
CHICGKSFKLKHELARHIKYTHNAGFDYKCNLCERGFKTRGTLKRHISTYHSKTRSFICDVCESAFKTAGDLSKHRSLHF
RDVNPLNAGRKIQRSNPDGKELRPCKYCGKEFNRLATLTHHEYCVHEAKQEGITYVCSICNKSFAVQAYLQQHIQSKHRP
KKYKCGTCEASFTQRYLLHRHMPRCKCIPKHLKPFHCTTCGATFLNKRNLQVHHEQNKCEKELEKQKQDQEDVDYVLYMK
EEVEEEAGVEEGEVVVNDGVAHASAGEEGAEEAYQIVENEDGQFIQIGDKLVQVSVTMTSEEQEETTIIQHLDPSAEVAM
ETGLDNEQFVFRVIEDHALTEEVTQEILEIEPQGNQ*                                           
>Ctel_114856                                                                    
MAFSADFSISNADNSNVLEALEGQRSEKRLCDVTLKIGNDEFPAHRCVLAAASQYFSRMFEEYNFTESRNEEVELHSVTK
VALTTILDMIYTGRLHLDVDSVHQVLAGADHFLINEVKHACAEFMLMVLKSPSASDEALKVRQSAELYDLTDVEHEADRV
ISLNFAAVASSPAFCELSFGEVCSLLQSDYIQEGEEAVFWEAAIAWLKHDLAERTPQLEKLMASIRFPLIDSDALLLKIA
RDETMDKSNACYKFLDEAMRYQLLPKCQSSLQSPRTKPR                                         
>Ctel_143807                                                                    
LCDALLILADGSLVVHRAVLAKRSDFFKREFSNDVKQLNIRDISTRTMDIILDHAYTLEPVVHINNVRFLLPLACRFELS
DLVKECCNTLAQDLRVSNCLGILITASEFSCDDLVEETTQFVHKHFKAVSTQSNELFNVEPAILKSLMSSDHLNAADERL
VFDAICRWVSHAPDVRMKHVSELLSCVRMSLLKPEFLSCIINYENNEDDQCEQKVLQVLMHHMADNLQDPQLSMTGVHRV
PHELLLAVGGWSGRSPTSYIEVFDSRAEEWLPEADVGYQMGPVAYHGCIALGSDVYVVGGFNGSLFFNDARCFSLINRSW
KSVAPMNIARCYISLAALNGCLYALGGFDGHTRHNSCERFTPELNQWDFIAPMLRIRSDAGASSLDGKLYVTGGFDGQNC
LDTAEAYDPMVDQWTFVTPMLTPRSGLGVIALDDKLYAVGGFDGHRRLDNAEAFDPLAQKWTQTSAMTTGRSNFGIERVD
DGFLVAGGYNGTTTIHAVEMYSPAEDLWTENESMQLNRSALSVCRVEGVSIASRFLARHSGAEEER*             
>Ctel_228722                                                                    
MASISPRKRSSNALHTPEPEPTTSLLLDSPNYSGRILAGLNELRQTSMLCDYTLAAEDISFNVHRCVMVACSDYFHALLT
TDMRESRDNRVELKGVSSVGLKVVVEFAYTGSLNLNLDNLEDVLAAVSHLQVSEAMDLCCTFMKKALTIDNCVDMLHMSE
VYYLADSLDATRKFVLQHFEQLAETEQYQRLTSSQLASLLAENCLKVTSEYRLFELVLQWIDHKKEERQEGLPSLVSNLR
LPLLSGEELVDKVSKVDLMHSQRECSKLLMQAKDYHIVVSKQPLLQTDRTQVRSDKSSLVMCHAENLESYHFEAERHAFL
KDAMVPLYSPCVCVVDNFMYACGGKYDSNENNEIATARCFRYDPRFDTWFELPSMNEARKDFVMVALNKCLYAIAGQDEN
MVMCTMECFSIEKNDWELCQSLSHAVYTHAGTVCESKIYITGGQKFDGHCRMVKSYNSELDSWKEEPSLINSRSNHNMAA
VNGCLYVLGGNTEDPYGFPVPVTSIEKFNPVTGVWTVLKSVLNIREAGTCVLNSTVYIVGGINGQHYYSNLIQSFNPEDD
KVEFVTKFPTRIYGRACCVLTLAHFV*                                                     
>Ctel_220776                                                                    
MEKNMTFLQTMSTSMNEMRTAEEFVDVVLVFEERRIPCHRVVLASTCEYFHRMFLTGMKESSSDEVTLNEIDGDTGDLLI
GYLYSGMIEITQENALNLLAASEMLLLCDLKAKIQAFLCCNIHAKNCVSFLNVSRLYKLQDLIKDSQRFLNTHCKDVTRK
GDLVELQEDDLVGILNFDPCEDSFRILRKWVQAVDGRDDRFMELVKNVDLSRFSKEFLCDDVMDDRLMQNVTGFKLIRDA
MKSILLCENRTEVTFRYTVHNISSLGPTKVYSPEYYMRNLRWSVYLRQRRVCLSDTKESKPESLCVGVQCKSDSSLAWSC
KVSHEQRLLKQKANGPPYTLSESQTLSGAFNW*                                               
>Ctel_100271                                                                    
MTFLQTMSASLNEMRTAEEFVDVVLVFKERRIPCHRVVLASTCEYFHRMFLTGMKESSSDEVTLNEIDGDTGDLLIGYLY
SGMIEITQENALNLLAASEMLLLCDLKAKIQAFLCCNIHAKNCVSFLNVSRLYKLQDLIKDSQKFLNTHCKDVTLEGDLV
ELQEDDLVGILNFDPCEDSFRILRKWVQAVDGRDDRFMELVKNVDLSRFSKEFLCGDVMDDRLMQNVTGMKLIQEAIKSI
LLCE*                                                                           
>Ctel_108335                                                                    
METSLPTAFSEMREAEQLVDVHLVFDGTRVPCHKVILAGTCEYFKRMFLTNMSESVATEVSMKGISSTTGPLVIDYLYSK
KTEITVDNAQGLLEASGILMLDTLKRNVEEFLLEEIEVENCL                                      
>Ctel_108783                                                                    
MTEDSSASVTFESQSVHREAFSVLLEFYAHQTLCDVEIVVGARSFRCHRLILASVSAYFRAMFTSQMTETLSSSVTIHDI
DPAAFELLLLYAYTAKISFSTENVQTLLYASSILQMESVASACGEFMKNHLHPSNCIGVRAFAEQHGRTDLVLKADDFIR
DQFRHVVAQEEFLSMTSPHLIKIIESNDLNVRSEQEVYEPIMKWVKHKADRHTHLPALLSRVKLALLPAKYLVEKVCTEE
FLKQNLECRDLLDEAKYYQLSLARVLPGMQLTEKILPRKSCAGVIFCVGGRGASGDPFKSIEVYDLRKNSWHQVTEMSSR
RRHVGVVSIGEKLCAVGGHDGQDHLNTGEIFDPATNTWSVISPMVSLRRGIGLACLGGPIYAVGGLDDSTCFSTVERYDP
ESNSWSAVQSMNFPRGGVAIATAKGFLYAMGGNDGATSLDSCERYDPHLNKWTMIASMKQRRAGAGAAEINGKIYMIGGF
DNNAPLDSVECYNTETDTWVCVAKMSCPRGGVGVAPLAGRIFAVGGHDGSSYLSSVEAYDPRSDKWSSVASISSNRAGAG
ISTVMCRFDSLIDISKVNLSPAGTVALHCRHLQATV*                                           
>Ctel_189559                                                                    
MSEYFRRMFLVDMVESGAQEVSMDAISLNTGELLVHYMYTGHIEITTQNAQDLLEASDMLLLSALKQEIEEFLRRHIDSG
NCISMMNLARLYGTEAVLRDARKFLSELAKEVIATEEIHLLQEEDLIETLQANSSQENNFCFLQNTVMDEKLMHNTSGVR
LIQQAMQSPRSTYPPQQQALAVGDRDGDMWLCSDTNNAHWQPIQKPPTECWHYSACASPGGIVVSGGLCNNIRQRDCYSY
DACDAQWNTLPPMSHARASHSSIHHNHHLYIVGGQDGQDSLNSVETLDMNTLQWSHLPPLPVGIQLCYLAIVSNSLFVLG
GCNRGWSADVHEFNITQQTWRSRSPMPERGDGGAAVQFDGHVFVVGGTTGTCMRCDPRSNQWQSLHRLKFNHIWRPSLVW



DGNIVICGGRNNDTIESYSPITDEWVALSLKMPMIGFMTFAVPPPPAPAYISIWLYNC*                     
>Ctel_227534                                                                    
MATLKARLGAEFLDYAHNLYVTQSDCDVLLIADENCSLHVHQIVLAAFSECFRVQFSEDARREIYIPDMEFAVLKALINF
IYSGKLCINKQNAKSILTAALQLKISAAVDHIRRTHKKIKRLFDTNRDLEEIISANSDVLEEPTAAATDEISPGNVSDNQ
INEPLTVKRNCKQEGENEREEEEAMNVEETLQEELTHESEDVEQGENLHELKEMKHPSEEIPPEVKSKRKRKVFPCKECD
QVFVHGASLKLHFRRRHGIPATCWRKSWHPIDFVRSMALRQSVRKIKSRKQNKIGNNYICKKCLAYFRYRSEYQAHFHQH
LCPVSCSKCHKKFTKSELCRKHLQKHRDVRQCISHSCKHCGQSFKWISVLKRHKKEKHPSTNKTSLRCRHCKRTFKYVQA
LEAHLRHHGLSAREVELEFKDPGVLPNVGNVYSSKGTSRMRQQSLECKLCNRIFTTVYTLNLHSIRKHNHALFDQPPKKR
SLKWACTVCEFKSHTATEMSTHMKQAHPQVMLSCASCKYQTPVKGLLDNHITTRHDTSSKKGHQCTECNSKFQSAYHLRM
HLYKKHDIKHEALKVYTCPVADCSYTAFQRYIVDAHMAKHKVGKNVPCAQCQRKFKSQKNLESHIRTVHERIRPFICELC
GASYGHEAELRNHIARHEKSLLCVLCDFVTSDKSCLQSHMWSKHRVQLDSGMKIFTCEQCGYSTDRGPRFKEHMLKHGED
RPVPCPECAKTFKSAHNLRSHMLWVHKKKKVKCEHCDHVTATMTNLREHVRIKHTHCNVKPFKCPYCDQLFGTAGNCRKH
VACRHKDQPINVITVKDKYPNSRPLVGGQRNPHRANTIASFDYDIETLMNKEEEAPPAPPPQATPPSETSYVYALHFAPP
PQQPYEQLTTGDDMLPSSAQIEMLPSDFNLSQQPTSNYQQLYSVVPQHENAPQTL*                        
>Ctel_115500                                                                    
MWTFGQLTDFTLCVNSVHDIRCHKVILAASSTYFSAYFESNKEQKVSHAFPFCDALGHEIVEQIIEYFYTGRININEGNV
RAFLDASEHLELDELKNECLKFMTSQLGSKNCVGLLRFARSLHLEGLQIAARDYILHNFEEVIAISEEIAELSEEELVLL
ISDDLLNVRCEDSVYCFVKQWMGSGSVVRNEAFERIAKHIRFPFCSRDLLGQLMFGESLM                    
>Ctel_115520                                                                    
MTTLQSLKKQESAIDITLKLPDETTIPCHKLVLMVASPFFATMFQSGMKESKQPEVQLEFSDAATIRMLIDYFYSGDIDI
NSDNMMDLVAASEFLCLADLKQHLGSFMTNEIDSANCIDFYMISQKYSLTNLIPHCLEYIMSHFTEAFKESDDFLNLTEK
ELTTVLADDRLIAENEDFVFHSVVRWVNADLERRKGKFVQIAALVRFPFSTQGLLDHLSLEPLMLNPTC           
>Ctel_34919                                                                     
MREAGEFADVTLVFDQQRMPCHRVILAGMSEYFRRMFLVNMMESGAQEVSMDAISPNTGELLVDYLYTGRIEISTQNAQD
LLAASDMLLLGDLKQKIEEFLVSHTDSENCVSMLNLARFYDMELLLRDAQKFLHKLAKEAIDTEEMHLLQEKDLIETLQA
NSWQENNFCFLQKWVGSAEGRADRFDALIQHVSLSQCSKEFICSTVIDEKLMHNTRGVRLIQQAIQSPRSTNPPQQQALA
VGTDGGEMWRCSDVNNQHWQPIQKPPTECKWYSGCASPGGFIVSGGRRNGINQRDCYSYHAHDDQWNTLPPMSIARAEHS
SIYHNQHLYIVGGHDGIFNFDSVETLDMDTLQWSPLPPLPILVHRCYLVVASNGLFVLGGVKNLGVWSADVHEFDFRLHS
WRSRSPM                                                                         
>Ctel_110519                                                                    
MTQTTSHLPAAFLQMREAEEFTDVTLVFGMQRLQCHRVILAGMCEYFSRLFLVDMVESGAQEVSIDAISPNTGKLLVDYL
YTGRAEITTQNAQDLLAASDMLLLRDLKQKIEEFIDSHTDSGNCISMLNLARLYDMELVLRDARKFLHEHVKEVINTEEM
HLLQEKDLNEILKTNTSQEDNFCFLQKWVGSAEGRADRFDALIQHVSLSQCSKEFICSIVMDEKLMHNTRGVRLIQQAMQ
SPRSTNPPQQQALVPIQKPPSDCVVYSACASPGGFSVSGGMYRNGIPQCDCHSYDARNDQWNTLPPMSIARAFHSSIHHD
HHLYIIGGHGGHHHLNSVETLDLNTLQWRHLPPLPIPSCNCYLVVVSNSLFVLGGYFEGGLRACVHEFDFTQQTWRSRSP
MPEICAYGAAVQFDGHVFVVGGITRSCMRFDPSSDQWQSLHRPKFDHYWGPSLIWNDHILICGGSNNDTIESYFPITDEW
EAWSLKMPKKGNMSFAVRLNIL*                                                         
>Ctel_146989                                                                    
MKENDVMTDVTLKLPDGSSVSSHKIVLMASSPFFDVMFQSEFKESTTQDIPLDFADAVTIKTLVEFFYSGEINVCDDNVQ
TLVAASEFLCMKDLKDHCDAFMATRVDTSNCIELSRFGKKFNLMRLISAARKFILLNFKDVVKCFSDFPTLTENELIEVV
SSDELNADNEDLVFSAVVRWVNHDADERKEAFSRVAPLIRFPFCTHETLNNAVSQEPLMWNSECMKLIREAQNFNMHNHH
HFYSPRTVPRRAFNGKRQRLFRASGTEAEHTASVRSFRLDDRTPKWKSEATMLHSLDSFSVVQFNNKIYVFAGRDADGLS
TVTQEFDPGLGEWRLRSPMPGVCENHAAVVALNDKIFVVGGKERSLFSYEPAKDTWTVLSSTQHAYEYCSATAWKGKILV
MGTEHAEEYDIEGDTWIPMDKLVPSDTYYRNADNLILRTFLI*                                     
>Ctel_164360                                                                    
MACSRSSPPSCFRPKPLTPDRPLDGSMHFSIMKHPKESFEVMNTLRVQGKLCDITLRAGSSSFCAHRIVLASTSPYFKAM
FCTSGMRECGMADIPLQGIRPEVLSAIIEYAYTSEIQVNEVNVCSLLPAATMFQILHIIEACCTFLEHQLDPSNCIGIAD
FSQAHGCTDLYNKAKLYIYENFADVSQSEEFMMLSPSQLVQVLKRDELNVRCESEVYNAVVRWVGFEQDKRCQKMESLLN
AVRCHFLTPCFLQQQLKKCPILGKNMKCKDYLKSICDDIMRHKRCQEKRRTPNAPHVVYTIGGYLRHSLGNVECYNPSTA
QWLKLANLPVPRSGVAVCVAHGLIYALGGRNNSPEGNVDIAAVDCFDPFTNAWHKCHDMTVARNRVGCGVIDGQVYAVGG
SSGGMHHQSVEKFDPSQDTWTEVAPMETKRIGVGVTVVNRLMYAIGGYDGTDRLSSVECFHPENNEWRFLAPMNCTRSGA
GVCGFEQHIYAIGGYDSTNQLSSVERYDIETNQWEVIRSMNRPRSALSVVLLNNKIFALGGYDGSDFLSSVECYDIENDD
WKEVTTMSCGRSGHGAASAIEPCLKG*                                                     
>Ctel_63511                                                                     
LKRLRKKNSMTDVELKLPDRSTISCHKLILVAASPFFATMFESGMKESTQQVVQLDFSDAVTIKMIIDYFYSGEIDINVG
NVQDLIAASEFLCLDDLKGHLGAFMTDQINASNCFEFYRYARKFNLGKLIPHCLEHILANFAQAFRSIETIIHLSEEELI
SVVSDDRLKADNEDMVFHCVVRWTNADPKKRRDAFVKIASFIRFPFCTQELLDRVPREPLMMNSACLDILSEAMSVRSPT
QTPSWLPVHRSSITSGTLNLLVSSTGIYWIDEEGAHGKWRTESSNHSSFNWVPHWVTNYSSMFIQGKLFSFGGQKNGAYC
STVQSLDPIEREWKPEPPMLQPCSKPYIVHFGNKIYVLGGVDASGQTLFTQEFDPVWGTWQLKAEMPGVCQSGAAVSLNE
NIFVVGGAERVCFRFTPSSDTWTVLSRPTH                                                  
>Ctel_220698                                                                    
MCDHHHLRPQTSSHASGDVEHVNFLSEDIGALFLQDNYSDITLVVEEKKFPVHKVILAARSEYFRALLFGGLCESKPGVH



EITLKDTAASSFQHLLKYIYTGRMLLTSLQEESLLDVLGLADRFGFVELKNSISQYLEAMLSIRNVCLIYDMASVYSLSS
LLQTCFEFMDQNAMDTLQSDSFMTLSASSMRAVLSRDSFCAPEIEIFKAVRRWAEQNPEVELSSVMCSVRLPLMSLGELL
NIVRESSLVSADLILDSINIKTTHRDTELSYRGSLVPEENIATLRHGAQVIRGEMKSALLDGDFNNYDLDRGFSRHPIDD
NNPQQGIVVQLGSASIINTIRLLLWDKDMRSYSYHIEVSMDEKDWVRVIDHTRFQCRSWQYLRFPQRVVKFVKITGTHNS
VNRVFHLVCFECMFSKKTVELEGGIIVPRENVATIRHSACVVEGVSRCRNALINGDIQNYDWDSGYTCHQLGSGAIVVQL
AQPYVLSSMRLLLWDCDGRSYSYYVEVSTDQQHWTMIADFTKKPCRSWQVFTFPSCAMTFIKIVGTHNTANEVFHCVHFE
CPAESSALSEFESRRSSEDPSPPTLRLLPPAGSNMALQGLNQAADAEDGYGGMLQDGERSASPTLSS*            
>Ctel_206441                                                                    
MQSTEDLNHETSKPATQGKEKKAGVLEVEYDPPGDIIIRHMNTDEILSSLTCKPESGATWRETSDKPHKIQNYLTNCWLQ
QNSCDVVLAMGDGEMQVHKAVFAAHSLGLAKDFLKFSPKKQLVIHLADYAPCHIFDLTEFLYTGALELTPKNAGWLYKCS
DELGIVSLFQKSRDFLRSYNNMSAVTILNACDAAGLLDMRRDVMSYISNHFHETTPSADFVNVSLGTLIELLSMDGLILR
SEMAVFCAVVRWVDQTRDQRMVHAHDLLKCVRFRLLDPELLARGVERITWIFEDSKCQALLGDAYKFHSLKACGSRLIDT
FPPLIYRQKSPK*                                                                   
>Ctel_211783                                                                    
METVSFLKAMSASFDEMRAANELVDMVLVFGEVRLACHKVVLASSSDYFRRMFSCGLRESQSDEVVMKEMDAETGRLLVQ
YLYTGKIDITEENAQNLLSASNMLLLTDLEIASEKFLCEHIQPSNCVSLLNLSHLYELKDLIKRSQHFVAEQWTKVSDES
IIDLKEEDFIEILEAHDSHEGKFIRLQRWVKANEEREQRFMDLMQLVDLPGCSKNFIRDIARDEELLNNTRGMQLIQKAL
KRVKITLHHEAIRIPSSPFRSESRSSPVRCHNLRWQLVVIRTSGWEDKLDVTIVCQSTETTRWSCRVNYEVRVWSHSPRR
ALLTKRGRYVFGPNQISLRLPQSVYGRTQEYGHGNEPFIVYRRTQMHGPIIVEVNIEEAG*                   
>Ctel_86160                                                                     
FNEMRAANELVDMVLVFGELRLACHKVVLASSSDYFRRMFSCGLRESQSDEVGMKEIDAETGRLLVQYLYTGKIDITEEN
AHHLISASNMLLLSDLKAASEKFLCKHIQPSNCVSILNLSHFYELGELMKVSRQFIKNKWAEISN               
>Ctel_140761                                                                    
SDIRFVIGPNRKTIYAHRCILAARCEVFKVMFSEQAASKDNHADVPFVMSDTTAEVFLPLLEYIYTNCVTLTQKNCIEVL
GSSMEYGLEGLRQACINWLIARISDATACEILQAGVTYNQDQLKDAAVQYIASNTAKVFQSKGFNELSDTALSYILKCNK
LMMDEMEIVKHVTDWSTVNSVVLNKPVAQIAKRVNGLIRLPLLSPQELRNVEENNDNKLLAVDSFAYAWKCHALQSWDQH
NPLTTLRTGTLPRDFYKAMKSST*                                                        
>Ctel_38482                                                                     
IVLVFGEVRLPCHKVVLASNCEYFKRMFLAGLKKSGSDDVIMEGIDSDTGVLLVKYLYSGNISITEENASNMLLLSDLTD
AIEKFLCEHIQPANCVPLLNLSHLLECQDLIKESRKF                                           
>Ctel_158890                                                                    
MALDESSLPPLERPSYKNQGHTQKAFEVLNVLRGNQLLCDVALSADGVELWAHRVVLAACSPYFYAMFTADLAEAHTERI
VLQEIDNRALTLLIDFMYTAEIQVTEDNVQSLLPAANILQLVEVRDAACEFLQSQLHPSNCLGIKAFADLHACQDLLQYA
QTYTEQHFSEVVLHDEFLNLSPPQVCKLISSDRLTVGSEEQVFEAVMHWTSHDMPSRLEHLAQLMEHVRLPLLTQEYLVQ
RVEEEPLVKNSSACKDFLIEAMKFHLLKPEQKIMYKTPRTRARTPIGLPKVLLVIGGQAPKAIRSVECFDFKEEKWCQLA
DMPSRRCRCGVTIISGMVYAVGGFNGSLRVRTVDMYDPIKDMWSPIASMEARRSTLGAAVLNNMIYAVGGFDGSSGLSSV
ECYDVRANEWKIVSPMNFRRSSVGVGVLKGLLYAIGGYDGASRHCLSSVESYNPETDLWTSVAEMSCRRSGAGVGMLDGH
LYAVGGHDGPLVRKSVEMFNPETNQWTQVADMHLCRRNAGVVANSGLLYVIGGDDGSSNLGSVEFYNPKQDTWTMLPSAM
TTGRSYAGVTVIDKPM*                                                               
>Ctel_22921                                                                     
RDKKKKASKFATLRKKLIRVRRSSRSLDNSKVIRELTLGWSIHELSALVEEYEASAALKELASCADLARPHARTCQQDLS
VLYDCKYCTDVDIVYQGVVFPVHRSILSVRCPFFRDLLAHYPDQNSQVPLSIRTPGVDTHTFSALLRYLYTGEINSGGPL
DNRELLIQLSQEFGTPNPLEHDLRRLMESGVYSDAVLVFASDAHEHNSDSLLSVSSEARTLMRHELRCHRAVLAARSPFF
RNLILRRGCNSEQACIVLDESVIPRRYARVLLQALYMDSVNLACIVRSSVSVCSLSEVQAMVAGKGHVSLTEEAMEIFQI
AQFIDFPILSQGCEDIIVERLSAENLLCTLAWSEEAHGSAWVQHQALHFLREEFSSLSRSPLLYDLSRHYLLQAIKSDFL
QAGELDVLSAVIKWGEHELIKRLEEREPNLLSHTAHSISRKGVKKRDLNDVELRDILTDLLPFVRTDHVLPPHHDLLCNA
IRRGLVSKPPSHMIGGECSGQFSPASAWVRCGGKGMYTKPRLFLPYYEEAKALLEEQLAQVQENEVVRLRMIPSAIPDTL
YMVSEYACRSSPHLCRSQPTLDPSPQHSSLDVITGTIPVPDDDTLRKMQQRESELCQSPLVHRAYSLACADRREVAHCVR
VRVAREFGLPDSCADLL                                                               
>Ctel_199916                                                                    
MSLDKRIHTTKRLDQHTRYDMTSALQRSPNKQSSDGGSSSTDEFLYKSSSLALVKHKHGMNKTEANTSSTHDRVDATMRY
LEASQKVLDFLRRMWLDQKSCDMVITLQNGEMLAHRVVFAAHSQILAEKFAHFGPDQIVTIQLSDFAVKPVFELTQFLYT
TDLCLTVDNVAEIYKCAAELGLNSVFEYAREFLSNYNVSNAILFYNICDQGNITDLRDEIFSFICEHFHEIIQHESFKRV
ALEDLMNLLKNNHLGVHSELDVFFAVCRWLEGDLRRRMPLSNRLLGCVRFQHIKPEDICTKVCSVEWLMEPKENVAIINQ
AYKFHSLKATGSHLVARFPVQVPRSRAPGLRRKSSTSKAPVQPTLPTE*                               
>Ctel_223523                                                                    
MEKNMTFLQTMSASLNEMRTAEEFVDVVMVFEERRIPCHRVVLASTCEYFHRMFLAGMKESSSDEVTLNEIDGDTGDLLI
GYLYSGMIEITQENALNLLAASDMLLLRDLKAKIQAFLCCNIHAKNCVSFLNASRLYKLQDLIKDSQKFLNTHCKDVTRK
GDLVELQEDDLVGILNFDPSEDSFRILRKWVQAVDGRDGRFMELVKNVDLSRFSKEFLCYDVMGEPLMRNEAGMELIQEA
IKSILLCENRTEVTFRYTLHNISSLSPTNVYSPEYYMRNLRWSVFLGTDTKDSRPKSLAVFVQCKSDSSSTLSCEILYEL
RLLKQKADGAAYTKSQS*                                                              
>Ctel_227949                                                                    



MVKKVGSDNEIWKYIPENGNTEERKKRMEWMSQGDDRDRSKQPTKLWLALWRDGNISLVSGKDASAAKRALEEAGESYNC
LIQQYDRHICLTFRPEMPEFKVNKSLSFETPGPPDLKEHFTEDMKRLMHDEASSDVQVHCGNRVFKCHSFILSLRCDFFR
AAFASGLSETREKVVRIDHLEEDVLQVILTFIYTGNLDFSSWDSFDGKVLSDADERMMKMIRLGEAADFLLLPHLRDAVH
HEISLLPEPWHHDCLKALVNIQRPHASLQQQIFLWVHWYLRNKRLDSDLQQDDLYSMLSEEFKSNLAEFVKFKLKTEPFY
GSRLCKLANWLSSESPLPGYEEFTSQVESVHDLHTVSALHKLCRKWDSEGDEQQNGCVLRLANYMVSEMGFDLGLRDERG
DLALHCAVEACAEPLVTLVMGANQDYVGIMNNELETPCDIAMKLRLREDVDSTIAKRIQRLMLSVAGDNLTSRMPDWLAE
DQEENFRELYENYANMKFEWLPSSGFNAHVMFADFFNFSFPEFNAALKRKNDALMHSHSMVTEEELISALKEDVYFRLAR
IARPQFDIFASCCWKQEEEAAEDRSGYSA*                                                  
>Ctel_34910                                                                     
MKEAEELVDITLVFGERRVLCHRVILAGTCDQFHRMFLANMVESASDEVTMEGISASIGVLLVEYLYGGDVEITSQNAQD
LLEASEMLMLGTLKQNVEEFLCGQTDSANCISLLNLAQMYDLHSLLEDAREYLHNHVKEVLHSEEINLLREGDLVKVLTA
NDSPEDNFRLMQKWVKSDESRTGDFVKFIHHVQLSQCYKEFLHNTVMVEELMFNKQCMELLRQAIDTHPPEQQSLAKPPN
QNMQYSACAYPGGFIMSGGWSHNSVPQPDCCSFNVQNDQWVILPPMSTAREWHSSIYHKDHLYVVGGRGDTNKYLDTVES
LDIKSLQWSHLPCLPQKCEGGAAVSFDDHVYVVGG                                             
>Ctel_159913                                                                    
MASLHKLQEKEVMTDVTLTLPDQSAIPCHKVVLMAASPFFETMFQSGLKEGAEQNIKLDFADSDIIKTLVEFFYTGDIEL
TEGNIKEIVAGSDFLCCEHLKAHCEEYLADTVDCLNCIDYYRFGKVFNLKLLIKTAFDFILSKFKEFRGIADFDKLTEDE
LVEVVSSDQLNAENEDVVFEAVVHWVNADPDARKEVFPTIAPLIRFPFCSQKALTENICRNTLMQKSGCIDFAHEALWSQ
FHFNCGLSLDNVRCIPRHAFHSRTSLFQLIKSESPNEVSLCVASSNDGSGIEWETVLPCNTATFDSALAFIDGKIFAFGG
DSAPKSVKSINLKESNPEWKFEQEMLSGLHRPPIVQFANKVYAFGGWNMRLAQEFDPALNEWRMRSEMPGLFNDGAAVAF
GDKIYVVGGEERACYSYDPENDEWKVLSKPTHAHHSFPFATVWQGKILLGNMEHVEEYDPVEDRWSNRDELLPGGDINEM
ILYASCTL*                                                                       
>Ctel_37139                                                                     
LHKLQEKEVMTDVTLTLPDQSAIPCHKVVLMAASPFFETMFQSGLKEGAEQNIKLDFADSDIIKTLVEFFYTGDIELTEG
NIKEIVAGSDFLCCEHLEAHCEKYLIETVDLSNCISYYQLGKVFDLKLLINTAFDFILFKFQKFREISDFNILTEDELVE
VVSCDQLNAKNEDVVFEAVVHWVNADPDAREEVFPRIAPLIRFPFCSQKALTENICRNLLMQKTGCIDFAHEALWSQFH 
>Ctel_48502                                                                     
RFSILQEIRAERKLTDLVLVVQDERIHCHKALLGAASLFFQVMLVSGMKECEEGVVSLHGTDPVTVISIVDALYGCELKV
SGDNVQDLFVACHQYQLRDILQQCIDFMKQHLDSQNCL                                          
>Ctel_146234                                                                    
MVQSPTFGVETLAKLNEFRNGRSFTDAVLCVGHEEFPCHRNVLAVSSPYFNAMFSSDLKESREAKICLNEVSPWTLRRLI
DYAYTGKIEITVDNAQDLLAASSLFQYPVIVDGCCEFLMKHLHPSNCLGIEDFAHLHSCSKLEADAHRFALDNFSVVVEF
EEFLEMPLARLCSYLASDLIDVRSEEAVFEAGVRWLQYDIDKRRDSTLSVLEHVRLETMDMIFLEEVISRHSLIRCSEKC
LALVKQAQHRGQCRPSRVQQPRPSTVAKEVLVVLGGINNMNYIMQSVEMYDPFKDKWTPLPDMPTPASWCSASAIGNAIY
VTGGIVDGHIVSAVWKFESIKRVWSEVAPMLSPRARHTSTVLDGDLYVIGGVVMNGAKISAMETIERYHLLSDQWLLVGQ
APFPRVQSTMVPYQQTLVEVGGTQNGAQVQTMESYICKNGQVLYSGEQFILPECIQFSQILLIHETFYILWEDTKKMISL
SPKKRSFRRLPDMLHTHIKGGAAILENRIFVAGGLIDSKPSRVVECYDIATETWTPVKSMRQARACHATVSIQMS*    
>Ctel_44894                                                                     
EVVMNGIDCETGVLIVKYLYSGNIAVTEENAQDLLSASNMLLLGDLKDSIEKFLSKRIQPPNCVSLLNLSHLFELQDLIK
TSRKF                                                                           
>Ctel_46405                                                                     
LIVKYLYSGNIAVTEENAQDLLSASNMLLLGDLKDSIEKFLSKRIQPPNCVSLLKLSHLFELQDLIKTSRKFIADKWDDL
S                                                                               
>Ctel_98406                                                                     
MASLHKLQENEVMTDVTLILPDQSAIQCHKVVLMAASPFFETMFQSGLKEAAEHDIKLDFADSGTIRSLVEFFYTGDIKL
TAENVKTIVAASEFLCCKHLKAHCEEFLTGNVGLSNCIDYYQFGKVFNLKVLIKTAFNFILFKFREFMEISDFDKLTEDE
LSEVVSCDRLNAENEDVVFEAVVHWVNGDLDAREEVFPRIAPLIRFPFCTQTMLSDKICCSSLVLKSECIQLALEAVWSQ
FHLNCRPPIDNARCIPRQSFLLGGSTPSLILITESTSQKKVFLSVTSCIDGSQMKWETIMPCKTAKFDRSLAFIDGKIFA
FGGDPASKSVKSINLKESNPEWKSEQEMLHEVLNPLIVQFANKVYAFDSWITMVTQEFDPALKEWRMRSEIPGDCFGGSA
VALGDKIYVVGGYQRVCFSYDPKNDEWQVLSEQTHQYYRNVTATVWKGKILLGNTKHMEEYDPVEDRWSNRDELLPGGRI
NKICLHASCSL*                                                                    
>Ctel_43430                                                                     
SHMKTFMACLNKMSEDEVMTDISLKLQDESSISCHKIVLMASCPYFETMLQSGFKESTEQEILLDFTDADTIRMLVKFFY
SGEIDINEDNVQTLVVASEFLCLNDLKAHCDEFMSNLVDSANCVQLQRFGKKFSLMASTPVAEEFILKRFKDVVDAFSDF
KTLTEDELAELVSSDQLNVENEDIVFEAVSRWVNVDIHERKEAFSRIAPLIRFPFCTKTTLNEVINRAPMMWNPACMELI
REAQHYHLNYQHYLNSPRIIPRVGSVGKVKKPILVRTYGDTRGMMHCEHTDSIEDECVRWKEVICEQKYIRHLMTAPLGC
IGLNYEKSYKLGIFKRQMWEVSWKTNIKTHDFCQYFFFNGKVYAFGCQASAQTLTYSCLSINVDEFDPKWKTEAPMLHAL
EHPTVVQFADKIYVLCGRDVNGSARVTQEYDPMLNEWKLRSVMPGFSRGGAAVAFNDKIYVVGGQGRSCYRYEPATDAWK
VLSKPKLYYDVCSATAWKGRILVMG                                                       
>Ctel_38610                                                                     
ETMSASFNEMRTANELVDVVLIFDELRLPCHKVVLAANSDYFRRMFLAGLRESQSDEITMNGIDADTGRLLVKYLYSGEI
PINEENAQDVLSASHMLLLHDLKAASETFLLHHMQPPNCVSLLNLSHLYELQDLTKQSRQFITNKWTELS          



>Ctel_116561                                                                    
MTTLQSLKKQESAIDITLKLPDETTIPCHKLVLMVASPFFATMFQSGMKESKQPEVQLEFSDAATIRMLIDYFYSGDIDI
NSDNMMDLVAASEFLCLADLKQHLGSFMTNEIDSANCIDFYMISQKYSLTNLIPHCLEYILSHFTEAFKESDDFLNLTEK
ELTTVLADDRLIAENEDFVFHSVVRWVNADLEKRKGKFVQIAALVRFPFSTQGLLDHLSLEPLMLNPTC           
>Ctel_116580                                                                    
MALYGDSDWSIVESNRFMLDTQCQCDVHFQLVPPATAEMIRVSAHRFMLMSRSSVFMAMLTGPLAENDDCIKVTDISSEC
FHALLKYIYTEEVDFSEDNAFGILYAAKKYLVGGLVKKSLSYLEANLTAVNVCSYLDNAFLVEEDCPELLVQCSALVQRE
TQVALHAESFYDMNRESLCRILEMPRLSMPESDIFSACDHWAKRKCNENQLAETPKNKRELLGRALYLIHLPVLEIEQFT
NVVKSGLLSTEEENAIFRYF                                                            
>Ctel_193275                                                                    
MWERVRRGSGYVFIAMAQAWQSLPSSFHRMREVEHFVDVTLVFGHRRISCHRVILAAACEYFRRMFQTNMVERASSEVVM
TDISPSIGELVVNFVYGRKIELCMEILDDLLVACNMLQLGDLKYDVQNYLILRANGPDYIPNLKLARRYELDRVLCDSHE
YVLHHTSEIDTDQLALLDEEEIIETLESSDSQEASFRLLQVWVRSAVGRIDNFVRLLGFIRLDKCSNDFILHTVMKEELM
QNPQCSEIIDKAMQIDVNRVLVVGSYEGDMWMCRTFNQQWHLIPKSPSQNFAGSVCAVPGGIFVSGGLLNGYDQRDCYYY
DAHTDRWNTLPPMPTGRRCHSCISFNGCVHIIGGSSDGKALESVDSFNMSLLEWRDDIGPLPRPLALSYTAAFADSIFVL
GGYGEDAWIDLVYEYECKRGTWRERCPMPETCTTGSAVSFDEYIYVVGGTEKRCMRFHPDTNSWEEFMEPCVGHAHALTW
RENILLCGGAGDDSIIEYSPLSNKWSYWVLKVPGSMNMHFALRIDLCPPQ*                             
>Ctel_103627                                                                    
MREAEEFVDVALVFGERRVKCHKVILAGACDYFHRMFLTDMAESASKEVSMKGISANTGALLVDYLYGGRIEVTAQNAQD
LLSASDMLLIDALKEDVEEFLCQNTGSSNCISLLHIARLYDLKALLKDAHTFLLGNIKEMIDSEELHLLQEGDLVDILIA
SYCQEDSFRLVQKWVRSSEARTDRFACLLEHVELSECSKEFICNTVMEEEFMMNKQGMKLIQKIMQSSTLADSSKKQALV
VGNRDGKMTWVCADGQLWERVCKPPSQNQYSSACASPGGFIVSGGSHSFEAQADCYSYDVLTNEWTALPPMPTARILHSS
VHHNHHLYIVGGSDNEDVYLDSVETLDMRSGQWSRLPPMPRPLREPQVVFVSNHLFVLGGFLNSGELSVGVHEYDAAHGT
WGARCSLPEECEGADAVCFGGDFFVVGGDDRCCMRFNTSSDSWTKLQGPPYDHYWGPSFVWRNKIILCGGEDRDSIEEYS
PGTDSCSAIWTLKMPNRKRMRFAFRIDVP*                                                  
>Ctel_106756                                                                    
MDLHLRTFMRSLRRMRENEAMTDVTLKLPDESTIACHKLILMAASSFFESMFQSGLKESIDNYVKLEFTDSDTIRALVEY
IYSGEIEVNKENVQTLVAASEFLFLEDLKANCDDYLATLIQSSNHQDLRDFGQKFNLKKLLSSTHEFYLSHFQEMIETPS
FTNLTEEELVALVSDDRLNAKSEDMVFESVVQWVKEDPEQRKEAFPRIAPLIRFPLCTQKTLTKIVNCEQLMWN      
>Ctel_228846                                                                    
MYRMASDPEQMDSPLEDDDENQTLVPPNPAREAVLRDEANFIQNMSQFFNQEMLHDIILTVDGQQFYGHKFVLAKSSDVF
RKLLYENCWSEEKSKEITLSEAPECQAVFEPFLRYLYTAEVSISTDTAVGILCLADKYNVASLKDLCVGFMIDRARSPAV
SMALMWYPWAKVLHLPDLLHQCTQTIAWNFYEVLMSPGWMNMDLDFLTDLLSSSELVLPNEFVLWEGMERWLLQEGTLDN
LQENSALLLPMVRLPMMVINQLYAIESSELYENPLSKDTLHSLLSKAYRFRALCPSQAKVEPSLSFCDIFYQPREYTDLR
VHSVSMHNSMRLNQVDVRMFKGAVPSDVHEADWKITYRKNADNWNLQLYCHDTGLPMARVQPTLLFCCDEGKVIQVHREK
VLVIPRGTTMSMNAMAENPAITKHMALLLKPVAC*                                             
>Ctel_64348                                                                     
LQEKEVVTDVTLILPDQSAIPCHKVVLMAASPFFDTMFQSGLKEGAEQNIKLDFADSDIIKILVEFFYTGDIELNEENIK
ALVAGSEFLCCEHLKAHCEEYLADTVDLSNCIDYYRYGQVFNLKLLIKTAFDFILFKFREFKEISDFDKLTEDELVEVVS
CDRLNAKNEDVVFEAVVHWWKSEQEMLHAVDRPHIVQFANKVYALGRWKTTVTQEFDPALNEWRMRSQMPGGCYDGAAVA
LGDKIYVVGGSEKVCYSYDPENDEWKVLSKPTHK                                              
>Ctel_183893                                                                    
MDESPVDSAECHRSPEHADRMLRRMESFQAKGQLADVSLVCGSKRISAHRIVLSSASDYFAAMFTNDVREATQEEVRLKD
VDGEALATLVHYMYTGMIDLREDNVESLLSTACLLQLAEVKDACCSFLVKQLHPSNCIGIRQFADAQGCASLYTMANNYV
MEHFCDVIRNQEFLLLAPDDVAQLLASDDLNVPNEETIFHAFVLWAKHEATSAARKKHLARLLALIKLPLLQPQFLADHV
ERNVLFRDQRDCQELIMEAMKYHLLPERRLSLQSPRTKPRKATVGVLYAVGGMDSTKGATSIEKYEPRTDSWLQVANMNG
RRLQFGVAVVEDRLFVVGGRDGLKTLNTVECYDPRKKTWSLMPPMATHRHGLGVEVLEGPMYAVGGHDGWSYLNTVERWD
PQAKQWSYVAPMSTARSTVGVAVLSNKLYAVGGRDGSSCLRSVECFDPHTNKWSLCAPMTKRRGGVGVANCNGFLYAVGG
HDAPASNPTSSRFDCVERYDPKTDTWTLVAPISSPRDAVGVCLLGDKLYAVGGYGGQQSLNEVEAYDPQTNEWSKIASLG
TGRAGACIVHLRAS*                                                                 
>Ctel_34906                                                                     
DSHLKAFMASLHKFQENEVMTDVTLILPDQSVIPCHKIVLMAASPFFDTMFQSGLKEGAEQNIKLDFADSDIIKILVEFF
YTGDIELTEGNIKALVAGSEFLCCKHLKAHCEEYLVDTVDLSNCIDYYRYGQVFNLKLLIKTAFDFILFKFREFREISDF
DKLTEDELVEVVSCDRLNAENEDVVFEAVVHWVNADPDARKEVFPRIAPLIRFPFCTQTALADKICCGSLMLKSECIQLA
HEALWSQFHFNCRPPIHNGRCIPRLSFDLPLFRLTIFAFGGNPEFKSVKSFDVKGTNPEWKTEKEMLHALRQPYVVQHAS
KIYVFGESQLSGYGVFFTVSLVCQEFDPGSNEWRVRSEMPGSCTGGAAVALNDMIYVVGGTERVCFSYDPANDEWKVLSK
PTEVYNNRTTATVWKGKILLGNEKHVEEYDPVEDRW                                            
>Ctel_54631                                                                     
DSHLKAFMASLHKLQENEVMTDVTLILPDQSAIPCHKVVLMAASPFFETMFQSGLKEGAEQNIKLDFADSHTIKILVEFF
YTGDIELTEENIKALVAGSEFLCCKHLKAHCEEYLVDTVGLSNCIDYYRYGQVFNLKLLIKTAFDFILFKFREYKEMFSF
DKLTEDELVEVVSCDRLNAENEDVVFEAVVHWVNADPDAREEVFPRIAPLIRFPFCSQTAFTDNI               
>Ctel_85628                                                                     



LDDMRTASEFVDIVLVFGKVRLPCHKVVLASNCEYFKRMFLAGMKESQTDEVVMNGIDCKTGVLIVKYLYSGSITVTEEN
AQDLLSASNMFLLSDLKDSIEKFLSKRIQPPNCVSLLNLSHFFELQDLIKTSRKFIADKWDDLSDESIVELTEDDMEVIL
KEHECQENNFLRLQSWVKSVDGGEERFPRLLENVKL                                            
>Ctel_151000                                                                    
MADDVIVFHKQDLPLMAFPMFEEIRRRGKLCDVTLLIEEQRIHAHRIVLAATVPYFNAMFTHDMVESKQNEIAIKGIEAS
ALSDLVTFAYSGSVQIDSMNVQNLLVGASFLQMQVIKDACCDFMKSRLHPNNVLGIKSFADQFMCRSLEDACDKYIQIHF
MEVSKSEEFLSLDEDRVTAILARDQLHITGEEQVFEAAINWVKQQSSKRMHHLPNLVVHVRLPLLSPQFLSDRVGQEELI
KGSLKCRDLLDEARDFHLMPERRAQLQTFKTRPRCCTDVVGVIYAVGGLTSSGDSISTVEFYDPIIGKWQMAKPMSTLRS
RVGIAVLKGHLYAIGGYDGQERLNTVEVFDPVKLSWGLVAPMICKRSALGAGALGGELYVCGGYDGVTSLSSVEKYDPVS
NKWVMVSNMIRHRSAAGVCVLNGHIYALGGHDGLSIFDSAERFDGNGQWKAVASMLSKRCRLGVASLNGKLYAAGGYDGN
VFLKQVECYDPNTDSWCFVAPMNVKRSRVALVTNCGKLYAIGGYDGVSNLNSVEVYDPSFNTWNFSASMCAHEGGVGVGV
VPVDAARS*                                                                       
>Ctel_198492                                                                    
MTQEMSSLPASFLQMREAGELVDITLVFGDQHIPCHKVILAGRCDYFHRMFLTNMIEKDSTQVVMKEISARTGALLVGYL
YTGRLDISLDNAQDLLSASAMLLLGALKQDVEEFLSGHTGPNNCVSIMNLASLYEMKTLLANAKKFLHEHTKEVMGTDEI
RLLQEVDLLEVLGKNSCQEDNFRFVQKWVNSADGRTDRFYDLLQHVTLSKCSKEFICSTVMEERLMVSVNGMKLIQQAMQ
ASRQTDPIGQQLLVVGDVNGDMWLCPDINLQAWQSLQGPPSMSSYYSACASPGGFFVSGGYLNGIYKSDCSSYHAQDRQW
KALPPMPTARGYHSSIYHDECLYIVGGITGQNYLDSVEKLDMRSLQWSRLPSLPHATCYVYLAIVDNKLFVLGKSGGVWN
IHVHEFDLTQQTWRQRSAMPEKCVDGAAVSFNDHVYVVGGKDRSCLQFNPLQNTWISLERPQLTHHIGKSLVWNGNILVC
GGRNSDVIEAYSPGENKWSSWSLKMPTKKAENHFALKMQR*                                       
>Ctel_204628                                                                    
MIFLQRPIIENDGSRTVETLGSNPVRITNALSDKLNLESHLKAFMASLHKLQENEVMTDVTLILPDQSAIQCHKVVLMAA
SPFFETMFQSGLKEAAEKDIKLDFADSGTIRSLMKFFYTGDIKLTAENIKAIVAGSEFLYCQHLKAHCEEFLMGNVGFSN
CIDYYQFGKVFNLKVLIKTAFDFFLSKFREFREISNFDKLTEDELVEVVSCDRLNAENEDVVFEAVVHWVNADPDVREEV
FPRIAPLIRFPFCTQTMLSDKICCSSLVLKSECIQLALEAVWSQFHLNCRPPIDNARCIPRQSFHLRGSTPSLFLFVQSK
SRNNVSLNVASFVGESEMKWETLMPCIPATFDLLVTSPFGLYLIDNNDCYFVEPKLKRLTTLPWKPVNLDGSTLAFIDGK
IFAFGGGPPSKSVKSINLKESNPEWKSEQELLHAEDHPIIVQFANKVYAFGGWGTSVTQEFDPALNEWRMRSQMPRFFYC
GSAVALGDKIYVVGGNRRVCYSYDPENDEWKVLSEPTHQYYTNASTVWKGKIMLGNSEHVEEYDPVDDCWSNRNELLPGG
DINTMYLYASC*                                                                    
>Ctel_177060                                                                    
MSGLNLESHLKAFMASLHKLQENEVMTDVTLILPDQSAIQCHKVVLMAASPFFETMFQSGLKEAAEKDIKLDFADSGTIR
SLMKFFYTGDIKLTAENIKAIVAGSEFLYCQHLKAHCEEFLMGNVGLSNCIDYYQLGKIFNLKVLIKTAFDFILSKFREF
REISNFDKLTEDELAEVVSCDRLNAENEDVVFEAVVHWAEKNPLIVQFANKVYAFGGLVTRVTQEFDPALNEWRMRSRMP
GGCYGSAVALGDKIYVFGGSQRECYSYDPENDEWKVLSKPTHQYYLNVATVWKGKILVGDKEHVEEYDPVDDRWSNRDEL
LPGGDINQMFLYASCSL*                                                              
>Ctel_121014                                                                    
MEPHFERPPSPARLPYTSDKHPRHTLEAINVLRKHRELCDVVLIVGQRKIFAHRVILSACSPYFHAMFTGELAESRQTEV
TIRDIDEAAMELLIDFCYTSMITVEESNVQTLLPAACLLQLAEIQDVCCEFLKRQLDPSNCLGIRAFADTHACRDLLRIA
DKFTQHNFQEVMESEEFLLLPVNQLMDIISSDELNVRSEEQVFNAVMGWVRYGVQERRLHLPTVLQHVRLPLMSPKFLVG
TVGSDILVKSDESCRDLLDEAKNYLLLPQERPLMQGPRTRPRKPIRCGEVLFAVGGWCSGDAISSVERYDPQTNEWRMVA
PMGKRRCGVGVAVLNDLLYAVGGHDGQSYLNSIERYDPQTNQWSSDVAPTSSCRTSVGVAVLDTFLYAVGGQDGVSCLNF
VERYDPQTNRWTKASSMSTRRLGVGVAVLAGYLYAIGGSDGTSPLNTVERYDPRNNRWTPVAPMGTRRKHLGVAVYSNMI
YAVGGRDDATELSSAERYNPQSNAWQPVVAMTSRRSGVGLAVVNGQLMAIGGFDGTTYLKTVEIYDPEQNCWKLFGGMNY
RRLGGGVGVVKMPQQESHLW*                                                           
>Ctel_45905                                                                     
MLDSHVKTFMACLCNMKENDVMTDVTLKLPDGSSVSCHKIVLMASSPFFKTMFQSGLKESTTPVIPLDFTDAVTVKTLVE
FFYSGEIDVTEDNVQALAVASEFLCMKDLKDYCDAFMATRVDTSNCIELSRFGKNFNLVKLTSAALKLTLLNFKDVVKRF
SEFSTLTEDELIEVVSSDELNAGSENIVFSAVVRWVNHNAEERKEAFSRVAPLLRFPFCTQGTLNNVVSLEPLMCNPECM
ELIREAQNFNLNNQHRIHSPRTVPR                                                       
>Ctel_131628                                                                    
MDVSGLSIQTSAADPTGSGANRDFQVIKCVVVGDTGVGKTRLICSRACGTKYTLQQLTTTHVPTVWAIDHYRKNRDILNR
SWCTVDGLNVSLHLWDTFGYHDKDRRFAYGRADVILVCFSAVRPRSLRSVYHHWFPEIQRLCPETPIILCATQVDLRYLY
QDPEFVSMDKGPFFKEIKETDILPPDRGRAVAQEINAHYYESSVLLDYGINDVFVNVIRAALIQKRDKHFWNQLGGLKRI
TRPLCQAPFQPPQPLCPKILIPPPSLDHDLLNLLDSQSYSDVVFMVQGIAIPAHKSCLAVACSVFEELFLSLDAGVSLRD
PKPLSAVLPSLSDSPLHTADTVNLLDDGDGRMTTAINRALQDLPLPVSQQFPFCSSIEQNSSWASLNLSGMNSTDDSSLT
VIHIVDCITADTFRQLLRYLYSEQTISSLETGLSVCDLNKLKKAAEIIGIQDLSFALINILKKEAFMNKALLLSVQFQRC
QRRRELLVKKNLFSDVLFQVEDGSVKAHRALLLAGCDVMAGMFSFNFRESSAKMIPLPGVTRESFVALQDYLYSGQCPVL
SNIDCVDLIALANCMCLPRLVALTEQYIVNELISAEDCGKSILEDVMLFIEPARFHNANQLAAWCQWCISTRYTQVYHSH
SKLLQTLPPENQVYLSKHRWPPLWYLKEVDYYEKCLLELERQRQKPRPYLRRGSEDFDSGCLGFCGRRNRKINREGASPT
TAVVN*                                                                          
>Ctel_54628                                                                     
SHLKAFMASLHTFQEDEVMTDVTLILPDQSAIQCHKVVVMAASPFFENMFQSGLKEGTEKDIKLDFADSGTIRSLVKFLY



TGDIKLTAENIKAIVDGSEFLCCKHLKAHCEEFLIGNVSLSNCIDYYRFGKVFNLKVLIKTAFDFILSKFREFREISDFD
KLTEGELAEVVSCDRLNVENEDVVFEAVVHWVNADPDVREEVFPIIAPLICFPLCTQTMLSDKICCSSLVLKSECIQLAH
EAVWSQFHL                                                                       
>Ctel_228408                                                                    
MNVVGGLSLHLSEQGDSVLRCLNQQRTHGRFCDVTLLVSGHSFAAHRNVLAACSPFFNSIFRERKSENESVTLQCKDHLL
FESLLEFLYTGQITVDQNSVQALTEQACELGLERLVAQCVACLESTLHAANCYQLRDFAIKCHLENFLKTIEAFLITNIP
SIIHQNEILEFPLCKLENLLVTRSAPLTEEDKLVLICRWTKYLLKDREKDFVKCLSHLNWGNLGFSQLNALIHQDELFVQ
SEWCLFSVLQALEENHLLFDIFSERLTSLRMKFISNDLPAVLVDTDISPAEELLSGHDSLVVDLPTSEDDEDSLPIEEYL
KKKLVKSRRTRSKAVKNIDQEEESPSSGKKRKLEPLSCDICPYSTLKGEERLRSHITKNHADDRTFSCPKCEFSCKWNRE
YNQHLKEHFKGPPFMCDIIGCTYKADRMRLLLEHRTVHTNERPFKCSECHLQFRTQANLYVHRKTHTGEKRFVCSVCSRR
FSSRGNLQQHSVIHSAARPFLCDLCGFSTKYQSHLKSHRRTHTGEVFSCQYSGCTYSTPKRSQLACHMRCHLKIRDHVCT
VCSQSFTEKSHLTRHMRIHSNDKPFACNQCEYKSTRLDKLKDHQEKYHNPEAKKEKKQRKGKKARTDDAVTPRDASTVSA
ASIVTQAMEVLGQNVVPPLMMNAVDCQQGALQPAAQDYATISSFINIF*                               
>Ctel_63547                                                                     
LHKLQENEVMTDVTLILPDQSAIQCHKVVLMAASPFFETMFQSGLKEAVEQDIKLDFADSGTIRSLMKFFYTGDIKLTAE
NIKAIVAGSEFLCCKHLKAYCEEFLMGNVGLSNCIDYYQLGKIFNLKVLIKTAFNFILSKFREYREISNFDKLTEDELAE
VVSCDRLNAENEDVVFEAVVHWVNADPDVREEVFPRIAPLIRFPFCTQTMLTDKICCSSLVLKSECIQLAHEAVWSQFHL
NRRPPIDNARCIPRQSFHLRGSTPSLFLIVQSKSRNNVSLNRLTTLPWKPADKWSTLAFIDGKIFAFGGLPESKSVKSFN
LKKSNPEWKSEQEMLNAECNPLVVQFANKVYAFGAFGAFGGRWSTKVTQEFDPALNEWRMRRQMPGHCFGGSAVALCDKI
YVFGGSQRVCYSYDPENDEWKVLSKPTHE                                                   
>Ctel_121302                                                                    
MSATFRNMRHSDEMVDVVLVFEKTRVKCHRLVLAASCEYFRRMFQTDMQERDAGEIPMKDVSSSTGLLLVEYLYSGNIEI
SVENAQELMAVSDRLLLTKLKKNVEEFLCEQVAADNCLSFNNLARLYSLKSLLEVCQNYLSDHWRKLLESDEIDQLTEAD
LFMVFGGKMDVESFLDSVECLNLKSLKWSQFPPLPLALSETKPVYVQNKLFIVGGWLSQKTYSRDVYEFDSAKRAWRSRS
AMPEECRAGGVVSFDDKLFVVGGDPKSCMHYDPRTDLWVQLQKPLFEHFYGPAAVWNDQIVVCGGAGTDSIEEYDPQSVK
WSTWDLKMPSMNDYCFALII*                                                           
>Ctel_140893                                                                    
MTDVTLKLPDDSSMPCHKLLLIAASPFFETMFQSGMKESVDQVVELKFSDADTIRMLVEFIYSGEIDVNKDNVRTIIAAS
EFLLLKDLKAHCENFIVGTTNSSNCIQNMKFGRKFNLEKLISTANQFMVLHFEETLAAPEFNSLTEAELREVVSNDQLNV
EKEDVVFHAVVGWVNADLEQRKEAFPRIAPLIRFPFCSPETLNGVVGREPLMWNHECMKLLTEAQ               
>Ctel_119696                                                                    
MFQLLQRNSEMKELTDFVLKVEDQEIHCHKVIMAAASRYFEKMLTSDMKESTEGRAKLNETNFAIINLIVNAIYEGCLEL
DGDNVQDVFLACHHYDIELFMPLCTDYMFEHIDSDN                                            
>Ctel_119690                                                                    
MAGNEFLQEMSATLRDMRHSDEMVDVVLVFEETRVKCHRLVLAASSEYFRRMLQTDMQERDASEIAFKEVSSTIGLLLVE
YLYTGNIELSTENAQELLAVSDRLLLMKLKKTVEKFLCDQVSITNCVSLKQLARLYDLDTLLKTAHDYLNDHWKDLVAID
FESEIDQLTEDDLIELLTTHSSDEGSFLLLQKWVRSSEGRTHLFMDLLQNLELTQFSKSFVWRTIMSDELMQNPKGMRFI
QEAMEPFMTFDRDHVTSSSSDGFIVSGGLDRPVLNNKCYGYVAHTRQWRTLPPMNIGRYYHATICDQDQFMVIGGRISET
YFLDSVECLNLKTLRWSQFPDLPRALSLSNVVYVKGQLFVLGGWASKSVISRDVYAFDSTGGTWWFKGLMPEESRVGSAV
SLNDKIFVLGGEFRVCMQYDPCTDLWVELQRPLYQHAFGPAVVWQDKIVLCGGRQTNAIEEYDPQSDTWSTWDLKIPAYN
NIDICFALKIKRYT*                                                                 
>Ctel_90025                                                                     
MTDVTLILPDQSAILCHKVVLMAASPFFDTMFQSGLKEGAEQNIKLDFADSDIIKILVEFFYSGNIELTSGNIKEIVAGS
EFLCCKHLKAHCEEYLVDTVGLSNCIDYYKYGQVFNLKLLIKTAFDFILSKFREFREISDFDKLTEDELVEVVSSDRLNA
ENE                                                                             
>Ctel_204925                                                                    
MTQTISSLPAVFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLLVEYL
YSGNIDITQLNAQDLLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKTLLADARSYLQEHVKEVVESEEM
HLLQEGDLIEVLEANASQENFLFIQKWMRSDEGRTDRFNDLMQHVNLSKCSKDFVCRTVMAEKLMHNTRGVQLLQQFMES
YGSADPPKQPSLAVGNRNGEMWLCTDLNTPQWQPIQQPPFDIQDYSACASPGGFVVSGGLSQNSNQRECYSYAAQNGQWN
TLPPMLTARFSHSSIYHNHHLYVVGGWDGSWCHDGRPLNSVDTLDMRNLQWNHLPPLPREVRLAYLAIVSDNLFVLGGFC
DEWAADVHEFDSTQQTWRQRSPMPEICKRGAAVSFNDHVYVVGGENRSCMRFNPRNNTWTSLQRPQFNHYYGPSLVLNGN
IVVFGGTNDDSIEEYSPLTDSWSTWTLKMSQKSQDWAGWAFAVRMDS*                                
>Ctel_109893                                                                    
MTDITLLLPDDSTISCHKLVLVASSSFFETMFHSGMKESIDKYIKLEFSDADTIRKLVEFIYSGEINVNEDNVQTLVAAS
EFLLMRDLKAYCEDFLTTLIRSSNHQELCTFGKKFNLKNLLSSAHDFYLSHFMEFVEKPAFEALTEEQLVEVISDDRLNA
ENEDIVFTSVVRWVNVDPEQRKEAFPRIAPFIRFPLCTQKTLSMNVIWEPLMWN                          
>Ctel_104519                                                                    
MRAATELVDVILVFGEAKIPCHKVVLAGTCDFFRAMFVTEMKESRSAEVQISEISADIGLTLVNYLYSGNIEITKQNAQA
LLAACNMLLLTGVKKDIAKFLSSQICNSNCVSFVNLARFYELTSLRKAAHKILIKHWTELIDTKEIGELQEVDFVELIKS
LDSQEDRFRFLQNWVRLGGSDRDDRFIDLIEHVTLSKCSKEFICNVVMDEERMNHPKGMKLIQKALQALMLVQSLHESLV
VANRDGNAWMCSDNKTWKSIEWHAHESTYFSGCSSPEGFIISGGHTNYNPKSYCFSYVALVKQWRLLPNMHIPRFAHASV



YYQDKLYIIGGMESQHGYVDSVERLDAKIMRREDLCDLPQGTSTPLVVIVKDRLFVLGGVTKVGHSKMVLEYHFKNDDWE
ERSAMPEECRSGAAVEFDGFIFVVGGREKSCMRYDPRRDNWDLLQRTTFPHMYGPAMVWNDVIIVGGGGGTHAIEEYCPH
SDTWSTWQLKMPYSGHLRFILKIKS*                                                      
>Ctel_182588                                                                    
MRAATELVDVVLVFGDCKIPCHRVVLAGTCGYFRKLFLADQVKENRASEIEMDEVSSDVAQTLVDYLYTGSVDITEQNVS
ALLDASNKLQLTSIKKDIGQFYIEQISSRNCISFLNLARRFGLKVLRKASQKFLIKHWKGLMVTDDIGHVQEVDLTALLK
AMKDSHEDGFLLLQKWVRLGEGRDESFLDLVEHVTLSKCSKEFICNVVMGEELMNHPKGMKLIQKALQDLMLADQPPKPS
SQPSHEAMMLADQSSCESLVVAGKSSTAWECSDQQTWKPIEWHAHKYTYYSGCSSPEGFIISGGHINHDIKPQCFSYVAR
AKQWRTLPDMDVPRYAHSSIYHKEKLYIVGGLISQHDDTDSVERLDTRSLEWQDLCALPHRVASPFIATVKDRLFVLGGV
QKRCTSHCQDVFEYDDVGNAWKECSPMPEECRRGAAVEFDGFIFVVGGREKSCMRYCPRRDQWVFLQRTTFPHMFGPAMV
WNDAIIVGGGEGTDAIEEYCPHTDTWSTLQLKMPNSGHLRLFSKMIS*                                
>Ctel_47361                                                                     
SLDDMRTASEFVDIVLVFGEVRLPCHKVVLASNCEYFKRMFLAGMKESASDDVIMEGIDSDTGVLLVKYLYSGNITITEE
NAPKLLPASHMLLLCDLTGAIEKFLCKHIQPANCVPLLNLSHLFECQDLIEKSRKFIVD                     
>Ctel_199622                                                                    
MSRSGLKERRKKEKRKKKKVHLDFTNSEMMRKLVDYFYSGEIDINSDNVDDKITEIGFLYLDDLKTHCGTFMTSQVDSSN
CLAFYRCTRLLGHIESETFMVNSTCIELFRKADPIKSVYNMVYIQSKVQDLFHAKGTKQPTNQEFDPIWDNWQLKQSVPG
VCESGAAVSLNTSIFVVGGAERACFRYTPTTDTWIVL*                                          
>Ctel_180059                                                                    
MSLDATKWPIFSLLEPSFIATIRMACVLGSAGNEAIVITNDDEVYSLGSNCSGCLGLGSDAMSGLEPRKVEQLCKKNIVS
FAYGSGPHVLATTNAGEVYSWGHNGYCQLGNGSTNQGPTPTPVTSSLLGKRITAIACGSHHSMALSSEGEIFAWGQNNCG
QVGSGTTSNQPTPRKVTACIGSKKCISIACGQTSSIAAFDTGEVFGWGYNGNGQLGLGNNINQPNPCRLVVLNNVFITQI
ACGYAHTLGLTDEGSLYAWGANSYGQLGTGNKANMISPVRIAVDLGRFVEIAATHYNHLSAALTQAGKVFMWGQCRGQSV
TSPLETKFGSMHDTFAYFGSPPVTYKPLEVGNMENSCVTESFRKAFDDPSTCDIKFSVEGRHIHAHKCVLKIRCEHFRMM
FQSEWLETDKEYLTTLTKYTEPSSNTYTRILLISSLKKPLGFWIWPIHTARVR*                          
>Ctel_161527                                                                    
MASDTKKRRMRSQIYGSELIKSYAQMRENEELTDFVVSTEGQSFKVHKTLLAASSDYFRAMLQGVMRETKEERVDLKGLT
AASLCQTLDFLYSGEMDLDFDNLIEVLNAASHLQVNAALELCSDFMTTLLNFSNAEELLHVADTYSLDRVVKCYEAKVLK
HFEEFSNTEMFTRLTGTQLARFVADNQLRVRSEMVLFDIIARWYSGKKEDGVDGIITYVRFGLLSEQQLTQLHNHWLVRK
SATAALCIQRALQFHRDSARGHPKLSEQTQLRCTQNSLVMVHQDSLRPLEITAYDGKEGRFYQLLTDLSSCRDTRICSFD
NMMYMCRVVDCGGGTLMNSLLRFDLRHLRLQELTPCSRLRLDPAVVCCGKKLFVFGGVDDNYSILDSVEGYDIEANRWTN
FAPGLPQATHSLAAVEHNGCIYLCGGVSATDRQPTTSMYKFDPEARTYTQQSPMQCPRRLHEMSVLQDCIYVLGGIGSHT
FNQNTQIPIEAFCISSNQWSILTGTLAGRSVGHYMSYEGEIVSLGREHNGATEEDIWLYSLQSDTWRSFIKAPRRMTLAS
AACTKLDVNFFDEKIAQRIISDKR*                                                       
>Ctel_62970                                                                     
EMKKNGVMTDVALVLSDDSSVQCHKVILMASSPFFEKMFQSEMKEGAEKDVKLDFTDADTIRTVVDFFYSGNIQVTEENV
KALVKASDFLCCEHLKAHCDAYIAGKVRSENYLDLYKFSKLYNLGILLAAAFHFILDHFADFIETSDFDQLTEEELVKII
SDDKLNAEKEDIVFEAVAQWVNVELGLRKEAFPRIAPLIRFPFCRMVCLANKICNSQLILDSGCIGFVSEALRMKLVSLS
VPWQPAKNGSSLAFLDGKIFAFGGKDGGSVESKSVQSFDLKCTNPTWKNVNEMMYAVCNHCVAQFDNKLFVFGGCSQGSA
SKVTQEFNLVTGKWRRGRDMPGSCSAGSALALNDEIYVIGGKERV                                   
>Ctel_53735                                                                     
FLQMREAEELTDVTLVFGDRRLPCHKVILAGMCEYFHRMFLTDMMECYSKEIVMKDINASTGVLLVDYFYTQKIDITTNN
AQDLLEASDMLLIDTLKHNVEEFLCNQADKSNCISLLNLAQFYDLKLLLKETESILHDLQVNDLIDTEEVHLLSEKHLHV
YVIGGNDGQSVLKSVDALDMWTLEWSSLPHMPQPLQCPYVVFVSNKLFVLGGLHGCMDPMEWSEDVYEYDSTSKTWHKRT
PMPEQCPDGAAVALGDQIYVVGGSNRSCMEYNPHMDSWLHLQ                                      
>Ctel_99560                                                                     
MSLRRSYTSDFHGNTVVDGFQRLWMKSLLCDTQLIVQGHTFEVHRCYLAACSPYFYSMFTEDFQERNQKRVELKGVTAVG
LRVLLEYAYTGTIIINDNNLQDVLEAADHLQFMEVLSSCAQYLREELTNDNCLHFLKMAEMYGLADCKQETKNYILENFV
PVAQNEDFKTISLELFYEFLSDDKLRAESELEVFQVALSWLESNSSNTDAGNPDLNKNVLSLIRYGLMDAEQMENVIRSN
LMLGESCRDVLQSALNYHMKLFEQPIINTPIARMRGYKESLVILGAGYLDNTLCTQMLAAGTKNGQLESFVQLNPTRDRR
YFAAVAAVNDFVFIVGGQTAMAGDGSNATSTAFRYNPRDDKWLQISSMSVSRTHFALIAADTCLVAVGGKHNRHALNTAE
KYDFTTNEWTPIANLPSILFSHAGCAHKNKVYISGGCPADDFTDETHVYDFNVNGWQFRAPMNQSRGYHAMVTHENFLFV
CAGNTNAGDRNDVRTTEYYDIELDQWTEVKASPHGQSEAPAVKCGSKIYILGGYSWDAHSFQDTIQSYDMDDNLWEIVPT
KLPEPMTGVVACHIKLPMKLYEDSQQNPANLNFPN*                                            
>Ctel_177887                                                                    
MAAAKSRWQERSRRENTLRFCHPLHANSLLQSLNETRNNPQLCDGVVVIGKEEIPVQKNVLAAASPYFRALYDYSLPMSS
TEDPSNRAALNEDVVTSATFHEILEYIYTSNISLGEENIQDTLQAADHLLMIDLKELCCEYLEQCITVANCLGIRSFSER
FSCPRVCHVATSYLDEHFLDVSYSEEFLQLSSTELQEVLSRDSLVIQTEDAIFDAVMRWVRHDVNQRKEFLQDIIPSCVH
MGLLDERYVQEHIIPDELIRSCHLDQTLLRLRGEDTHRKLRGYVNMVVVTGGEGRSHKWEDVRCAAFHETNESRASTWVD
LSPMLTARIGHGMVEAGGFIYVLGGRDNSGRILHTGEKYDPCSNEWSLIPSMHHGRVGFGLVTIDDKIYAIGGSNDMSDP
MTSVEEFNIYTSKWRRLPDMNLKRAWSAVAVCNKKIYVIAGGIMGKLYEAVECFDPRSETWVSVAPMKERRFDARAIGFG
DDIFVFGGCRRFECPSAMQTGSGMKFCGTEIYSSEHKQWTMMNRDPHMCTMNDLCHIDSVVRCKDEILIVGDIEVGGQQH



TVRALRPSTNTWRGVIQNHPSNQKGMQACVLKLPCALIQTLMCQQGKLSHKDAGSVFS*                     
>Ctel_174860                                                                    
MRPSKDCPLKAFNFEASGHSASVLTGLNALREKDQLFDVTLVADGQSFGAHRVALAASSDYFRAMFTDAMLECKQTQIEL
NGVGALGLKHILDYAYTSKLTLTLGNIQDILRAASHLQLLPVVSACASYLHLQLDLDNCIDILTIAETYSLPELTRIVYC
YIGQNFDRLVQMPEFENMSSSQILHFLHSEFPISCREVEVLQALLLWLNKDPISRMDGAKELLSCVRFQSIRRNEFQDLK
KSCAYKEARGHSPHVANLLSGFMFGCRRSRVARYGTTEDTSCLINPRGFKKAIVNIGGFHCTRGLINDVTYFHPHSNQWK
RLTSIPHVEQCDFGVAVIDNELYVVGGCFNQSLQEHVHPFGFKYNPRSDKWTTILPMLQERCRFYLAAVARKLYAIGGMT
EQSEAMDPGSCECYNPETDTWHEISGLAVNRTQHAGAVQGHCVYISGGLDSGVVGDSVFDALLCYNVDEDAWMTKAPMLQ
SRADHAMLAHADKIYVAGGWHEDPSTGDRVITDTIDCYDPVADQWLCLTTVPTPRYHCSLTALGSTLYLIGGFGEGQFNR
ATKKIETFDVVQGKWEEHEDYPAELWEHCSSVLYVPTCRNDNNVTRGGDIGRRSRGHSSNPYAQ*               
>Ctel_111094                                                                    
MTSLQRLKKNESSIDISLKLPDETTIPCHKLVLKAASPFFETMLQSGMKESTQQVVQLDFSDAVTIKMIIDYFYSGEIDI
NADNVQDLVAASEFLCLDDLKEHLGAFMTEQIHATNCIEFYRYARKFSLGKLIPHCLEHILDNFGQAFGSSNKFTELSEE
ELINVVSDDRLEAKNENIVFHYVVLWVNADRNHRKEAFTRIAHFIRFPFCTENYINNMICEELMINPSCMEFLREATVTK
SSHIILHSMYSARHLPRLALFAVGGRDSNNGKHCSMVESFDENQNKWRPEPSLIHAVSKPYLVHFGTEVYALGGVDANGP
SLATQEFDPVVGTWQLKKDMPGVCQSGAAVSLNDKIFVVGGTERVCFAYTPSTDTWATLSRPNHVHNTLTTAATWKGKIL
LLSDQGERYNPETDTWSPRQALVPTDGNLTTYRKGLFTVYL*                                      
>Ctel_145514                                                                    
MASLHKMKKDDVMTDVTLKLPDGSAVSCHKIVLMASSPFFETMFQSGLKESTEQDVRLDFADADTIRMLLDFFYSGEIDI
NENNARIIASASEFLCMEDLKDECDSSLATLVNSSNYVELGRFGKKYNLAMLTAKSQDYILANFEEIVKTSCEFKTFTVN
ELAELLSNDKLMADNEDLVFESVIRWVNFEPDERKEAFTRIAPLIRFPFCSQATLNNIIPQEPLMWNSECMHLLSEAQNY
RMN                                                                             
>Ctel_23415                                                                     
MREAGELVDINLVFGDHIISCHKVILAGRCDYFHRMFLTNMLEGDSTEVVMKEINARTGILLVRYLYTGQIEITTDNAQD
LLSACEMLLLGALKQDVEEFLCIHIESNNCVSIMNLASLHDMKTLLGNAKKFLHEHMKEVVETYEIRLLQEADLLEVLGE
TLSQEDNFCFIQKWVKSADERAERFDDLLQHVSLYKCSKEFICDTVMEERLMISLNGMKLIQQAMRTPKQINPTGSQSLV
VGDVRFIVSGGLLNGVCKSDCHSYDAQSGQWTTLPPMSIARRAHSSIYYNKCLYIVGGHDDHNYLDSVEKLDMRNLQWSR
LLCLPHSAVYINLAIASNNIFAVGG                                                       
>Ctel_97326                                                                     
MTQAISSLPAAFLQMREAEEFVDITLVFGSQRIACHKVVLAGMCDFFRRMFLTDMLERGSQEIAMKGISASIGLSLVDYM
YTGHIGITTQNAQDLLLASEMLLIDNLKQAVEQFLNSHTESTNCVSIINLARIYNMKTLQVDALRYLQEHASDVIDAGEM
HLLQEEDLIEVLEANYSQHENFRFIQKWIRSADERIDRFDHLMQHVSLSQCSKDFVCSTIMEEELMLSTQGMKHIQQFLQ
SYGSADPPEQQSLIVGNMTGDIWLNRNIHIHQWQPIQKPPFQTQNYSACARPGGFVVSGGRSQEHISQRECYSYDAQNGQ
WSTLSPMSTARRHHSLLYHNHHLYTVGGFDGNHLNSVEALDLRSLHWNQLPPLPLSVASSYLVIVSGNLFVLGGYNGVWL
TDVHEFDSKQPAWRHRPPMPEICVRGAAVSSNDHVYVVGGEDRSCMRFNPRNNVWTFLQRPQLNHGYGPSLMWKGNILVF
GGHSCESIEEYSPLTDSWSTWTLKTPKEGIGFVARMNCIGEH*                                     
>Ctel_218689                                                                    
MVESLALEVTIGGIDHHIGLIIVDYIYSGVVKITKDNAEDLLRASDQLLLFELKTLIEGFMLNYVEVSNCIGFLIFSKVF
HLQNLTKKSYDCLLDNFSDVTTSSEEIGQLQDDLLAELLMDDGLNVPNENCVFEFVTKWYRNVPGRSRTSFLDMVTHVRL
PFCTDEYFSSIVHDELVKCLRGSQLIQDATERHRVNQHIIQIRRPRRSYAQHSLVIGNDTRIWQRGSDVTDDWYEMEDIP
FNCRYYSACSTPDGFIVTGGCNESSIALDCKRGCYWYIAHENHWRILPPMSKGRSDHSSVYHNHTLYVVGGDEDHSFQSL
DTNSLKWSTLPSMPDPVYRAHMAVFKGRIFVLGGKSSYMNFRREVHEYSSAACSWQERKSMPEVCSYGAVVGYGEHIFVV
GGQERCCMRYDPEVDSWLRLQRPLHVHRWGPALEWKAKIVVCGGCNADSIEEYDPQLDMWSVWQLTVPYISGMVFALKV*
>Ctel_36834                                                                     
QFVDSGRPAALLTGLGMLFEQKIFADITLVAGSQHFLCHRAILAVSSPYFLTMFNTELSEKNQSEIVLQEMEASTLELIL
EYVYTGQVSLCEESVQHLLSAANLFQLLALRNGCAAYMIKHVSVSNCIGVYFFARAHNCDQLASKAKELINSQFELLCRE
PEFLSLPSDKLVEIIQDDQLNVSKEETVYEACLSWLNSDLEERKPHLHTVMRHVRLANISSYYFCDNIACLPLLYEDGAM
AKALDQVKYYHMLRNRQ                                                               
>Ctel_93889                                                                     
MSKIHVASFLLFSVHSISSSHSNHSDVSTTDCAPTNEVFVTNRRSSKTEFDHDQGQRINNHSQHIKKISALYQNEELSDI
QIIVGQNVFHLHKLILCCSSDVFKVMLTNPAWPESNKNRIVLKEEPECVSVFEDFLKYLYTGEINLTHYTVLPLLMLADK
YDVLDLRDVCVDYMCCHLVVTVQHNHAVSWLQYAALCNHRELARTCEDFIKWNFHKVSCTCDFFLMEREVLVHFLQLSDL
VIHDEYTLFQGAARWLCHQIRRNETSVTEDDLDVLSCIRFPMMSPQQLGQLNKTPIAEEFEEFFIDKVLHALTFHACSFH
EKQTIASISQESLDFQPRNYTNDQWSTSLTIDNFLSLPVHDVRPLLFSTPLSAAQADEQSCWEWNVDVYPKGIHFQKCIM
IGLWRNLEISGAVYNTVRLVLETRTPEKRNVEVAVLVTGVQDGVEFIKRVVQVHCLFDQKRRVRHINDVIPFEDLNSADS
AYLSGPEGNAFKITIIIKPAYGQVY*                                                      
>Ctel_93881                                                                     
MREAGEFVDITLVFDEQRVSCHKVILAGTCDYFHRMFLSDMLESVSKEVTMNGISASTGVSLVHFLYTGRIDISTQNAQD
LLAASEMLFLGDLKLKVEEFFLSNTESINCISTINLARLYDMKTLMGDAKKFLREHLREVTDSEEMHLLLEEDLIETLRA
SASQEASFRFVQKWIRSADGRTDRFDDLIQHITLSNCSKKFICSTVMSEKLMHNTHGMELIQEAMQYSGKAEQESIIQHW
QPMQEPPAKFERNSACASPAGFIVSGGRCRGITVHDCYSYDAFGKKWNALPPMSIARNRHSSIYHNHQLYIAGGHDGKKN
LNSVEALDMKSLKWSPLPSLPYSVRHSYLAIVSNLMLVFGGFQTNTWVADVCELDLNERVWHHRAPMPYTCEGGAAVCLD



DHVYIVGGEKRTCVQFNPSKNTWTSLRRPQFTHDFGPALVWNQHIIIFGGKDHDFIEKYSPLTDTWKTLALKMPKKDLMR
FVVRINCPL*                                                                      
>Ctel_93906                                                                     
MREAGELVDVTLVFGDQHISCHKVILAGMCDYFHWMFLTGLLESGRQEVTMQEISAATGLLLIDYLYTGQIEITTLNAQD
LLAASDMLLLGDLKQEVEDFLCSHTEPKNCVSIINLARLYDTKTLLVDAKKFLEEHMKEVIDTEEMHLLQEGDLIEVLGA
NANQEDNFCFLQKWVRSAEGRTDRFDDLIQHVDLSQCTKKFVCGTVMDENLMASVKGLKLIQNAMQSSRQMQSPELESQV
LVVGKCDGDMWLCSDFDSQHWESVKKPPRQLDYYSACASTDGFIVSGGQLNDIPKSDCYSYNAQNGQWNTLPSMSTARRS
HSSIYHNHCLYVVGGSTNDSDPSNSVESLNMRSLRWSHLSPLSHPAYTPYLAVASDNLFALGSSDGKWSVDVHGFDFTQQ
TWRQRSPMPEACVDGAAVSFNDHVYVVGGENRSCMQFNPLQNTWISLQRPLLNHYGGASLVLNGSILVLWGEDNDVIEEY
SPREDKWSTWTLKTPNKRLMSFALTMQRSS*                                                 
>Ctel_142568                                                                    
MKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLLVEYLYSGNIDITQLNAQD
LLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKTLLADARSYLQEHVKEVVESEEMHLLQEGDLIEVLEA
NASQENFLFIQKWMRSAEGRTDRFNDLMQHVNLSKCSKDFVCRTVMEEKLMHNTRGVQLLQQFMESYGSADPPKQPSLAV
GNDDAEMWLCTDLNTPQWQPIQQPPFQIRSYSACASPGGFVVSGGASQNGNQRECYSYDAQNGQWNTLPPMPKVRSWHSS
IYHNHHLYVVGGLVNHRPLNSVEVLDMRNLQWNHLPPLPREVCLAYLAIVSDNLFVLGGLCGDGFYDGWVADVHEFDSTQ
QTWRQRSPMPEICEWGAAVSFDDHVYVVGGRERSCMRFNPRNNTWTSLQRPQFIHNYGPSLVLNGNIVVFGGLHDDSIEE
YSPLTDSWSTWTLKMPQRSQGWVFAVRMDS*                                                 
>Ctel_219878                                                                    
MERAVEQPIKRLSTHDHNWQQSCQSVRERNTMMYNNELMADCHFLVGRPPRVERIPAHKYVLATGSSVFFAMFYGSLADH
DENAKDVEIPEVEPVAFLNLLKYLYCDVVEPEPDSVLATLYVAKKYMVPHLARQCVQFLETSLTCKNACVLLSQSRLFEE
PELMNRCWEVIDAQAEEALASEGFTEMDYDSLEMVLGRETLNVKEISLFQAAVRWAEVECSRREIANTSGNKRKVLGKAL
QLIRIPSMKLDEFADSAAQSGILTLQETNDVFLYFTAQNKPDVPFVQNPRRGLQPQRCRRFLSSAYRSNQWRYRGRCDSI
QFSVDKRIFVAGFGLYGSSNGAAEYKATIELKRNGVQLGQTKTKFYADGSSSTFAVYFENPIQVDPEAFNTASVILDGME
LSYFGQEGIAELMVGNVNFQFQCSSDSTNGTGVQGGQIPELIFYC*                                  
>Ctel_1815                                                                      
MSSSSPPLNSLHDHPDISSDGSSTSGNGGVGGGGAQGASASSSASGGGGVRMEENPKHGMKVLQGLSKLQREKVLCDVCL
IAEGVKFDVHKVILVSCSDYFRSMFTSGMKESSQKEIELKGVTSKGLEKVLEVVYTSTTTLEADDIFDVIAAATHLQVTP
VIEFCEHNFLSGMTTSNFYDFIHTAKLYSMNNALRQIDTFIADNLLQIAKEGTLHLLTYDQMQSCLRCNSLRLREIDIFQ
VAWDWLRQDVGREQYAPSLMAHIRFPLISPADLVSRVQSVDLMMRLPELRDMVLRALNYHVVPHSQPVKQNSSTQMRCLV
ERLVSVGGREIHPHPGLHDEVFVFDDKITANSLLNRREVTTLPNALSHMQIVVFHNFLYILGGCTTQCAHGESAVNSVLR
YDPRFNQWHQVASMINKRAYFFAGVLHKKVFAIGGKFKEGSLATSECYDPERNVWEPIQAMPSAYHAHAGAVYGSHIFVS
GGYSNNHFTPDLQRYDPVGHQWEDMAPMLTPRGWHVMCVAQDKLLVFGGCNLNANQQALPVLQSECYDPSTDQWTIIAPL
SISHKEASCVLYHDHVYVLGGYNVQTKTGQKMVSRYDLYSGTWETLGALPQSKTGVGYCVLKLPSYSVEMSE*       
>Ctel_106244                                                                    
MKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLLVDYLYSGNIVINQHNAQD
LLAASEMLLLGALKKNVEDFLLSHTDSVNCISIINLARLYDLKKLLVDARNYLHEHVKEVIETEEMHLLQEADLIEALEA
NVSHEENFLFIQKWMRSADGRTDRFNDLMQHVSLSKCSKDFVCRTVMEEKLMLSTRGMKLLQQFMQSYGSADPPKQPSLA
VGNIEGEMWLCTDLNTPQWQPIQQPPFHMQDYSACASPGGFVVSGGRDCYSYDAQNGQWNTLPPMPTARREHSSIYHNHH
LYVVGGFVNLRPLKSVEALDMRSLQWNHLPALPRKVYSAYLAIVSDNLFVLGGCFFGFNWLADVHEFDSRQQTWRRRSPM
PERCVVGAAVSFNDHVYVVGGRDRSCMRFNPHNNTWTSLQRPRFSHCYGPSFVLNGNIVVFGGNDDSIEEYSPLTDSWST
CTLIMPQKTVTWKWTFAARIDS*                                                         
>Ctel_115045                                                                    
MTQAISSLPAVFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLLVEYL
YSGNIDITQLNAQDLLAASDMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKTLLPDARNYLHEHVKEVVETEEM
HLLQEGDLIEVLEANVSQEENFLFIQKWMKSADGRTNRFDDLMQHVCLSKCSKDFVCSTVMEEKLMHNTRGMKLIQEFME
SYGSADPPKQPSLAVGNRSGEICACASPGGFVVSGGLSQNGIQRECYSYEAQNGHWNTLPPMPTARFSHSSIYHNHHLYV
VGGYDGSPLNSVDALDMRNLQWNHLPPLPREVYFAHLAIVSDNLFVLGGRCDEWVADVHEFDSTQQTWRQRSPMPEICVG
GAAVSFDDHVYVVGGNDRSCMRFNPRSNTWTSLQRPQFKHSCGPSLVLNGNIVVFGGFNDDSIEEYSPLTDSWSSWTLKM
PQKPLGWAFAVRMDS*                                                                
>Ctel_23567                                                                     
CDVKLKVEKENFKAHRDVLSEASDYFSAMFSHNMKEKEQTVIELHEINPKGFIAMMDYFYHGHITVEPDNIEDVIEAARF
FHIEWLVHICCDFLIRFLSLENYHIVLHLVDKYYLGDLRPGIFSFVSQNFMTLAEQPKFVELSYDLLHLLLSEDHYIDAT
ESFIFNVVLKWLRHDEERAEHQSTLLPLIRYPLLEVETLENIPAEVMEVTSVKELVDDALLYNAHPTRQCLMSSDQASVR
GSSDVVALYSAVYDAHEVNYKIPNLDGFFTEAIDTGFMQNFFEFASVASLGNFLFVAGGYWRNSWCSSPAFYSYNPRNRL
WAQLSSMLIPRVSFSLCPAEKGLYAVAGIDHIVDEGRDQEIILNSVEFYDPEENLWSQVSDLPFGCFNCATAVIGDRLYA
SGGITDDPEDNVPVNYVHAYNPGERSWDVKARMNVER                                           
>Ctel_213147                                                                    
MAVQNREVDWQVNRSVLECNRYMWEKKIATDVEFEVGTTAEQIKNIRAHKYVLMSRSPVFEAMFNGGLSKNTGDLVQITD
VDSDAFNETLKYIYFEKAEINSQNVLATLYASKKYVLPLLTAQCKDFLAKNLHLESVCSILDQSIFYDEQELTQKCLHYM
APVIKEVFATEGFLKMSQPALKALMQDDYLFCESEVIVYDACLRWAEAQCNAKRQECTEGNIRAMLDDVIYHIRFPIMQD
VEFARVVGKSNILSASEKSDIYYYLLTQDGSSMKFGCTPRVSICARFPVLGTAQQWWSCNGPTDAFSFQGDKDLDVIGVT



VYGGKEKAQHTVCVEIRDSSERVLSKSGAVTFESDGSPSPIPIYLPTPAQVRANQTYTVMVTMRGPLTHYGSGGQEVLSC
AGINLKFFTSSKSTNGTNTKSGQIPQLVFIPRQHSPAVSRDSCSSRESTKVERAINPK*                     
>Ctel_109214                                                                    
MKSLFDEGLLLDLTLCVQQRKFRCHRNVLACTSPYFKAMFTADLTERGQAEVELHEVDPESVYLIIEYAYTGHIEITRSN
AQNLLAASSLFQVTRVLKACATFMETQLDELNCVGVHYFAHIHNCTALRKKAQEFIEKNFVNVCHGEEFLSLPEDKLSEI
LSSSELNVEKEEIVLDALLNWTLHERDVRISSLSELLPQVRLALINSCYIQEVLGRNNLLSECTEFLKDLKTFEANPEKY
AGKHAISTVLRSGMIKPDICILLIGGVDHKKPSINCYNPLTREAYFMAGFNEELSTGLYAVEDPACIVTDKNQIFVAGGN
YIYHENLAECQSDDDSFEEYEEESVRKDFFMFDNDHDCWLSRAPMLFPKSNFALAQVGNTLFCFGGLTINQHPTEIIESY
DITLNKWSYVSMMPTTLVDLSAVVHDDLIYVLGGRTGVGAHNVVMRYNPKKSEWLSLAGMPTPRFNFGACVMADEIYVCG
GQIYSHTSHTINREALNSVEIYSIESNQWRQGPDLPEDMYNTGLFNLHGELYACGTTEYHRSAYRIYRFNVVYKLLSDQS
TWKQVESDLCGTLRDYACVAAHMHTRKLSQVFRPDVDT*                                         
>Ctel_196617                                                                    
MSCKSARAIKRSKNVIKKKDDSFLMETKNYASKFMQTLNETRSSKQLVDVTLVAEGGDISAHRLILSLSSEYFRCMFSAN
MKESSTSEVPMVGCDYDIVKIIVDFFYTGVFKAFNDQLPRLLQLCDMLQLDELKEICSQQLEQHVNPMNCLGIWHYRNRK
TFIYIFFQGLWQFAEQVRAETLQLQCERLIVSRFPTVSQSEEFLSLDLNPLLRVSHLKNLNCEREKINTEDEKSQLREIL
LSVQWNGVCEEVNTQVMQHDLVKDNQDLCNGIREAKEREFHERSVGTGIYVIGGYLQSRTGPLCPRVNTVEHLSLNTDGK
QEWISMKSLPDSASSIQAFNFHGQLLCLLTFPDSSNSRIPALTLWYTYHPLTNEWFNVTHTFGEEATKSLQTCVEKQGVL
CYDSKSSALYACTGKTCAKYSVSLNTDDDSLSIAKVKDLPSECAELLEGHAVVVCEDKLYLLGGQYQTTKVNNDNQPRIN
LSRCEDTHWTPLSGMNTPRAHFAAVAIDGYIIAMGGTTGLHRLDTCEQYSIFSENWFQIKSMERPRTHFSATTVNGEVYV
MGGKSYANRFGGARKVLKTCEIYDVKSRKWRSGPPLLGHRCWFGLTVL*                               
>Ctel_99318                                                                     
MKEADEFVDITLVFGKQRITCHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLLVEYLYSGNIDITQLNAQD
LLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKILLADARKYLQEHVKEVVESEEMHLLQEGDLIEVLEA
NASQEENFLFIQKWMKSAEGRTDRFEDLMQHVSLSQCSKDFVCRTVMAEKLMHNTRGMTLIQEFMESNGSADPPKQPSLA
VGNDVAEMCACASPGGFVVSGGQSENGNQRECYSYYAQNGHWNTLPPMPTARRQHSSIYHNYHLYVVGGWDDGSYLNSVE
ALDMRNLQWNHLPPLPREVFCVYLAIVSDNLFVLGGYNSDLNCVADVHEFDSTQQTWRQRSPMPEICDRGAAVSFNDHVY
VVGGEDRSCMRFNPRNNTW                                                             
>Ctel_136979                                                                    
MAESESKVVEITSFKLDVIKPLLNYMYTAQIEINVDNVQSLVQACDQFDFERLKEACEQFLQDQIEPTNCIGLFRFAKLY
RLNSLMESARHCMLQNFKEVLESSTEFLELSPNELIEYIADDVLCVSNEDLVVEAVILWAKASMDERIIALDRVLERVRF
PFCSSTYLCHVAMKEPLLATSTKAHAMIHEAVTFHLLPDQQLTPRVRPRKSFRDDTRLVVVGGLLKDEQENKFCWYFREE
SASWELLAQLPRPTWKFYSACATKEGILVTGGYHCNVKKEVWFFDCMDKKWKSLAPMTTARCKHQSVLQGADVVVVGGED
DADQLLTSVEKFDSKHRQWSLQRPMQKALSDPLVVSFGHSLYVLSGIQDDDTSSSCTQEFDCTWNRWKFRSEMPEPCRLG
AAVTLGDAIYVVGGFTRSSMSYRPATDTWSVLSRPRGKHGNAPAVVWRGRVLVGGGDVLLSETVSTIEDYDPATNTWSFW
KVPLKEDLSCHYMLSVDLGGL*                                                          
>Ctel_145048                                                                    
MTDVTLILADHSTIDCHKLVLAMASPFFETMFRSGFKESTQKEVHLDFTNSEIIRKLVDYFYSGEIDINSDNVDDIVTGS
EFFCLTDLKIHCGAFMTSQVDSSNCLAFYRCARQYSLGKLVPHCFEHMLSHFENEFCSSESFVDLTEKELIEVLCDDRLR
AENEDIVFHSVVRWVEADLEQRNTAFTRIAPFVRFPFCTSGLLNHFASETLIMNNTCVELFREALQ              
>Ctel_145040                                                                    
MSSLPASFLQMREAGELVDINLVFGDHIISCHKVILAGRCDYFHRMFLTNMLEKNSTEVVMKEINARTGILLVRYLYTGL
IEITTDNAQDLLSACEMLLLGALKQDVEEFLCSHTESNNCVSIMNLASLHDMKTLLGNAKKFLHEHMKEVVETDEIRLLQ
EADLLEVLDKTLSQEDNFCFVQKWVKSADERAERFDDLLQHVILSKCSKEFICDTVMEE                     
>Ctel_73018                                                                     
SFLQMREAEEFVDVALVFGERRVKCHKVILAGACDYFHRMFLTDMAESASKEVSMKGISANTGALLVDYLYGGRIEVTAQ
NAQDLLSASDMLLIDALKEDVEEFLCQNTGSTNCISLLHIARLYDLKALLKDAHTFLLGNIKEMIDSEELHLLQEGDLVD
ILIASYCQEDSFHLVQKWVKSSEARTDRFACLLEHVELSECSKEFICNTVMEEEFMMNKQGMKLIQRIMQSSTLADSSNK
QYYSACASPVGFIISGGLLRSLRAVHSVVTDCFAYETQNNQWTTLPPMPSARYQHSSIHHKNHLYVIGGMDSRLTLNSVE
TLNTRSHQWDFLPAMPRPLQLCYAVFISNSLFVLGGSQTGFDASSDVHEYDPMSRTWLARCPMPECCSRGGVVCFADHLY
VIGGDERSCMRFNPRSDSWVFLRRPQLNHYSGPSLVWNEKIVICGGIVNDSIEEYSPLTNSW                  
>Ctel_73122                                                                     
LQSLKKQESAIDITLKLPDDTTIPCHKLVLMAASPFFATMFQSDMKESKQPEVQLGFSDAATIKMLVDYFYSGNIVITSD
NVMELVAASEFLCLADLKKHLGSFMIKTIKAANCIKLYMLSHKYSLGNLIPPCLKYILSHFSEVFRESDDFLNLSEEQLV
TVLSDDGLVTQNEDFVFHSVDRWVKADLENRKGKFVQMAALIRFP                                   
>Ctel_63636                                                                     
HSDSVLRGIFAKFCSMREAGEMVDVALVFDGMRINCHRLVLSATCEYFSCMFKSNMQERFAKEIPIADVSSRAGLLLVEY
LYTGKIEITAENAHEIMAVSDRFILKRLKKNAENFLCEHVASTNFGSLMRMAYFYNLDSLMLSIAKNHWKKVVAMEDVDL
LREDHLVTLLRAHPSDEDSFRLLLRWARSSEERTKRFMVILHNVKLAHFSQEFIWDEVMTEELMQNARGIQMAMDSLRVM
KRHQSLSVRMPTPKCARYHMTSVCSSPQGFIVSGGQIEAGKTSNACYAYRTITCEWQSLPPMIVGRHSHASLYHCHEFMV
IGGRSSEDDLDSVERLDIKTREWSQFPPLPQPHPRPHSVIIQNKLFVLSGSSASGAASCAVYEFDSAARSWIPRCPMPEE
SRGGSAVAFDDRIFVVGGHSKSCMQYVSGTDSW                                               
>Ctel_222192                                                                    



MAELRETSFCDGANASALTSLTSALFQQKQAGVFCDVIMKVCDIEIYAHSNVLAACSPYFNTFLAQDLPRQFCQRSPQVI
EIQIDGVEPNSMYEEAVSHVVDYMYTGELVMSDQNVGQINEIGRIMQMDSVGQQCDLFLSGLLTSERKQVLRKKEQSRVS
RLKSNKYMSMVSVATQVFPKFLGARADLADAAVNTDSVARIVKAPTGKPRGRPRKIIQDEEAGTITQDVLSQALEEVREL
EEEQETVEIVERDLDEPDYEEEMEEGEAQEEPSSSIRRSSRRAKPKKFADYEEIEFIPRKKIKLESDDVIIMAEKEEMSA
EKSAEGCQTLFDLAAAAEEIQKETTDNGECGAADTSKETEVYEEVQLFEGEGEEESPQSSEKKPRAKSRIKVEREYKHKP
DGKFQCERCSFATNSVKAYGAHNKQHKIDNNQCYFCDAAFEDKESTLAHMATHAGPDKFLCRFCNANFKARTQLNIHLPK
HFNIKPFICEICSMGFKWKHALNAHMIVHSNRKDHVCDVCGYATAHKNQLTSHKRIHTGETLKCLYPGCDYQALKAQNMK
YHLMTHSGDKPHQCEVCGQAFSLKKNLRRHMVLHSTGNKRGCKMCDFTSPRADKLKEHLLRSHGVGTPPEKRMRVTDLVA
EAENQRVLSPNKLPDSTIIQPDDITDEQKPIERYIIEIETDGTKQQLEIAPNQIMVDPTGTEHVLSTHGITELGHLEIAG
STVEFATSTIQGEGMAGHEGFVEGVHYTEVMVSADEVIPELVEQVEQYEDSAQQD*                        
>Ctel_139164                                                                    
MRTASEFVDIVLVFGEVRLPCHKVVLASNCEYFKRMFLAGLKESGPDNVIMEGIDSDTGVLLVKYLYSGNISITEENAEN
LLSASNMLLLSDLTGAIEKFLCKHIQPANCVPLLNLSHLLECQDLIKESRKFITDKWDDLSDAAIVEIQEDDMEAILKQH
ECQEENFLRLQSWVKSVDGGEERFLRMLENVKLSKCRKSFVHDTVMNEELLQNKKGVKLIQQALKDILISKFLLITLCFI
I*                                                                              
>Ctel_192565                                                                    
MAYSQSPKSTDSDWGDANSSYTSGENSPRHHGTTSDLSDMDLEFLDFTTPDDLSSLTLVIEGEKLYVHREVLAAWSPVFR
SMFTRDFKEKDQREIELPGKKVDDFVELLHCMYPPIKPITDSNFGQLLPLAEEYQIVQVKRKCEEYLLTKAGSIELLVTA
QTYGLQQLRLKCIEYARTKSFTELQKDPFYQLLEAENLIGILQLRVQDLESSDQQAKKQQGERDARLFGVINELASGYGN
FCTECKSRKVNDDCKNCLKMFRQKVRTKCDEAKNLRNQSQLL*                                     
>Ctel_146149                                                                    
MAQAISSLPPVFLQMREAEEFTDVTLVFGEQRTSCHRVILAGMSEYFRRMFLVDMVESGAQEVSMDAISPNTGELLVHYM
YTGHIEITTQNAQDLLEASDMLLLGALKQKIEEFLRRHTDSRNCISMMNLARLYGMEAVMRDAQRFLHELTKEVIATGEM
HLLQEEDLIEILQASSSQENNFCFLQKWVGSAEGRADCFDALIQHVSLLECSKEFISTTVMDEKLMHNTRGMQLIQQAMQ
SSRSTNPPQQRALAVDDMNGEMWLCSDINIQHWQHIQKLPSECWQYSACASPGGFVVSGGFRNNICQRDCYSYDACDAQW
SILQPMSIARASHSSIHHDHHLYIVGGQDGRDNLDSVETLDINTLQWSHLPPLPFHIQLCYLAIVSNSLFVLGGYNRRWS
ADVHEFDIAQQTWRSRSPMPEICDGGAAVQFDGHVFVVGGTTRSCMRFDPRSNQWQSLHRPKFDHYKGPSLVWKENILVC
GGHYDATIEFYSPITDEWENWNLKMPKKAGMSFAVRL*                                          
>Ctel_217877                                                                    
MTSALQRSPNKHSANGTSSSTDELLYKSSSLALVKHKHGLKTEEVSISSNHDRVDSTMRYLEASQKVLDFLRRMWLDQKS
CDMVITLQNGEMLAHRVVFAAHSQILAEKFAHFGPDQIVTIQLSDFAVKPVFELTQFLYTTDLCLTVDNVAEIYKCAAEL
GLNSVFEYAREFLSNYNVSNAILFYNICDQGNITDLRDEIFSFICEHFHEIIQHESFKRVALEDLMNLLKNNHLGVHSEL
DVFFAVCRWLEGDLRRRMPLSNKLLGCVRFQHIKPEDICTKVCSVEWLMETKENIAIINQAYKFHSLKATGSPLVSRFPV
QVHRSRAPGMRRKSSTSKAPVQPTLPAN*                                                   
>Ctel_204893                                                                    
MKEEKVLTDVVFVFENKRIVGHKLVIEQFMPCIRESSSEIEIDNVNFEGLRHFLDLLYIPKITWGSKTAELVANALDFFE
NYALDPAQFESTVKFVSSLMTIENSLVVFRIAVGLDHKSLQKAAAHRLFCHFDSYQCTNPDMNSLLIDLRRSELIDILAI
EIKEAVCGTYAAFNMTLKWVECSPKRRKPHFLYVVKKLGLLNHVSKFQLKYLRCQSLEGHQMILEALDLSENATQRTPNK
PAMFHRKADDLNNLDVSEHLFHRLREMRTQKEGNLVLEIDGKEIYCHKEMMAAASPFFATMLTLDMKERREGRVEIKGTN
FNTMNLIVNAIYGGEFKLDGGNIQDALLACKLYEMEILISECVDTMIQYMDCDNCIDIYLLGKNYDIEQLNEGVADFLDK
NIISEKDIRHVSESDLKNFISKMNPVTQNFFLNLLNWVKTAGANNMECFRSIIENCQNEDIDTLRMTVDRTMTCRLKDIE
MLISDCVATIVKGMDDDHSINTKQLNEEVAHFLGKKLIPKTDLLRVSESDWITFVSETNLVTFGLCKDLLRWVATEGNNM
ESFCSFIENWRCRDERKLRRIANKIELFTHYRTFLDILEEKERKQTDFFDVDLYSDNYSDYSYHRSDSLSPYKSDFGGYY
DDFGHYKQKSNRQTS*                                                                
>Ctel_63624                                                                     
GNEFLQEMSATFRDMRHSDEMVDVVLVFEETRVKCHRLVLAASCDYFRRMFQADMQERDAGEIPMKDVSSTTGLLLVEYL
YSGNIQISAENAQELLAVSDRLLLTKLKKCAEEFLCEQVASTNCVSLKNLARLYGLETLIKVIHSYLHDHWKKLIDMESE
IDQLTEDDLIALLTTHGSDEGSFLLLQKWVRSSQERTGRFMELLQNLELTLFSKEFVCRTIMSDELMQNAKGMKIIQEAM
ESLVIADRNQSLVVGDYKGNIWFCADDQQWQGIQVPFTECYNYSVTSSSDGFIVSAHTRQWRTLPPMSVGRLSHASICDQ
DEFILIGGCISPDAHLNSVECLNLKTLKWSQLPNLPLGQTFSNVVYVQSQLFVIGGFTSSTTVSRDVHLFDSTEREWQLR
SPMPEENEGHAVPFDSKIFILGGGSKCCMQYDPCTDMW                                          
>Ctel_63247                                                                     
FTQIKREGHFTDTKLEVEGHLISCHRIILAAASPYFYKMLTSGMAESRTQSIKIYGTSFKTMNMIVEYLYSNAIMLTADN
IQSIFIASDLFQMTQLKYGCEQFMSTLVDSLNCIGFLHFAGHFQTEILENAAKQCALDNFSDVIETPDFLDLSEKEMILL
FSSNELNIPCEETAIEALIRWVGNDPTRNLHNIIKHIRFAHCDPEFILRLQEVIGRVKTDDLALSAEEHDPRHSYDNRLL
VTVGDRHIGCIRAGNTDFTGWKFITDMPKHPDYYSACALPDGILISGGYRPDFSSNACWLFKTDTLTWKPLPRLKTARGF
HVSMFLCGSLFVVGGTTDQCYPVDSIEKLDMRKHSPWNEVTFLPDLLTRFCAVSLGQSIFVIGGSVRYPGTAEKVWNERR
TSSLITSEYDVIENIWCQRACLPEPCYSGGAVSFQDKIYVFGGKRNFCYSYDPAADLW                      
>Ctel_73060                                                                     
MRHSDEMVDVVLVFEETRVKCHRLVLAASCDYFRRMFQADMQERDAGEIPMKDVSSNTGLLLVEYLYSGNIQISTENAQE
LLAVSDRLLLTKLKKCTEEFLCEQVASTNCVSLKNLARLYGLETLIEVTHSYLNDHWKKLNDMESEIDQLTEDDLIALLT
THGSDEDSFLLLQKWVRSSQERTGRFMDLLQNLELTLFSQEFVCRTIMSDELMQNPKGMKIIQEAMESLVIANRKESLVV



GDFKGNIWFFPFTKCKFYSVTSSSDGFIVSGGRNANNATRRECYAYVAHTRQWRTLPPMSVGRYGHASICDQDEFVVVGG
CKGLDDFLNSVECINLKTLKWSQLPNLPLAQMISNVVYVQSQLFVIGGFTSSTTVSRDVHLFDSTEREWQLRSPMPEENE
GHAVPFDSKIFILGGKSKCCMQYDPCTDMWIQLQRPLFKHAGASAVVWKDKIIVCGGNRTDSIEEYDPQSDKW       
>Ctel_189418                                                                    
MAHSVFPVRTTTIWYKSIRINIPLSDQRRKMRGLNLDSHLKAFMGSLRKLQEKEVMTDVTLILPDQSAVLCHKVILMAAS
PFFESIFKSELKEGAEQNIKLDFADSDTIKTLAHCEEYLADTVGLSNCIDYYRYGKLLNLKVLIKTAFDFALSKFQKFEE
ISDFDILTEDELVEVVSSDRLNVENEDVVFEAVVHWVNVDRDAREEVFPRIAPLIRFPFCTQSKLTDEICCSSLMLKSEC
IPLALEALWSQFHFNCHPATDNARCIPRQAFNSSASLFQLMESKSPNKVSLSVALFTASGIKWESVLPCITRTFDRIITS
PSGLYLINKNDCYFVEPKLKRVTPFPWKPVDQDSALAFIDGKIFAFGRTSAENSESGISVERPTSIFSTAKPASGFSFGS
SVSPKSTFGNGAGHSIERRLESKLVESLNLEESNPEWKSEQKMLHAVVRPHIVQFSNKVYAFGGSNKKVTQEFDPALNEW
RMRRQMPGHCYYGAVVALGDKIYVVGGSEKVCFSYDPENDEWKVLSKPTHGYDGIFPFATVWKGKILLGDKEHVEEYDPI
DDRWSNRDELLPEEDIRSMILHAPFTLYGNQ*                                                
>Ctel_206095                                                                    
MEAGLMRVSLNAHLISFIASLRKMKENEVMTDVTLILPDQSAISCHKVILTAGCSLFRSLKESAEQEIRLDFADSDTIRT
LIEFPYSGFVNMTDDHLMTLVAASTRLCHKNAANSLIGLHVMSFMTSLHEMKERQVMTDVTLILPDQSTISCHKVVLMAT
SIFFETMFQSGLKERLFLVGEDDQCVRFQADRDRKTLTSIPWKPPRQSSTLCFFGGKIFAFGGCTIGENTPLKFVASFNV
EDANPDWRLEKEMLIAIEEPCVVHFADKMFVFGGRIGNTFSVVSQEFDPISNEWRLLSEMPGPCHGVAAVALNNKIYVVG
GLNRVCYSFDPVNDEWKSLSPPTQLCLDGSATVWKGKILLSAYLCTSLVQEYDPATDRWSKQNQLTAHEPQQYFLFSLCY
*                                                                               
>Ctel_142715                                                                    
MSWSETFSNHAALMLEQMNVQRFYSAFCDVSVRVEDVDFRLHKSVLAAASPKLQTLMCGLRDENSNVMTMHDVSLTGFRC
ILEFIYTGLLKLDIMCVQEVLNTAQFLELRMVEKACLNYLKSVPPSNMSMGDSKSYRGVLPGPPPDDISTNGDDVDVEGE
DDASQPDTHLAHDAVSLSHNASVTAEEEITVDDFEMVPPPETPDIEVEATDSEEDEDDDDDDDGEEEGEEAEEEEEECEY
HSHKLSNVERHASIHSERKPFICLQCGKCFAQSNGLRSHLHSCTEQRGYLCDLCGAKFNYLGALKSHRLLHAGKKPYTCA
DCGASFTDVRNYKRHRRIHDNAFPYPCPHCSKTYRHSNSLKKHLLAHHPDSKEAKESSLPEKETAKNTKKTVTAKKSTIE
KINKESSKVADADCDKSQNS*                                                           
>Ctel_3638                                                                      
MVAAPTEEEEENTNCEDFLFIEASHALQVLSGLNELRQGSLFCDLTLCIERKKFPCHKIVLASFSPYFKGMFSSDLAESK
QDAVILNGVEADMIELLINYAYTSEICVTKSNVQSLLSAANLLEILPVRDACCRFMERHMDESNCLGIHCFAETHACIDL
QQKAKLFTLRHFADVCQQDEFVNLSQAKLTELISEDALCVENEEVVFNSVCRWLEHDPSCRIERFPQVMEHVRLSLLSPY
FLHDCVDDHPVIGKLAKCQELIKEANTYHLLKDRRHELRTPRSRPRLSTGTMEVIIAVGGEDDKVVLRSVESFDPITKHW
KTLACLPFAVSKHGLVVNASRSMWRYDPCFDCWQEMASMILPRSELGLAMLDGFIFAVGGWEGSSRLDSIERYDPTTNHW
SMVAPMKMAVTSPAVVAHEGLLYVTGGAVLEDGDGIDLVQCFNPRNNHWMELPRMKIARSGSAACALNSVIYVIGEMGCL
VLLIHKIYDYLMAF*                                                                 
>Ctel_27529                                                                     
SLQSMREAKVLTDLVLVAGDQRIECHRVILASFSPYIRRLVHSSPKKSLLEMNIQDIDFEILSILLDFVYAKECTITADN
AERIVDALDVFQIESTRKPSILRAMGIKEGDGLAVLRLSRNH                                      
>Ctel_66377                                                                     
TDVVIHVKDEQIHCHKAILAAASIFFKKMLTSDLKEKQEDEIHLHGTDFKTMSHIVDAIYGGELKLHGDIVQYILMSCHQ
YEMHHFMELCTHYIALHMDCDNCIDIYLL                                                   
>Ctel_210851                                                                    
MADRFSDTSINIFERFQSLREDKVLTDLVLVIGDQRIDCHRVILASFSPYIRRQLMEDDSSELVIDDINFESLEVLVELI
YAGELFSVDADNANEILNAIQLLEVSALATADFIAAMMDIEDSLSILRMAESSKYDVVLKEAAMLKLCIVFLDVTVRYEL
DESNVEEFLKNMTESEIINLISREDLSVSNEIDVFRAVLKWTNADSNRKQYFMNIVEHVRFNLMEKSDLDIVKEEELMQN
AKGLRMIEEAEFKPRKVPEADIGLEEDSIASVEIMKFQFLERLNEIREEQQLVDLVLFAGNQQINCHKAIMAAASPYFEK
VLTSDTKQTEEGEVRLTGHTGDTIHLIVDAIYGKQLQLGDDNVEEVLVASHQFELTECEDECIDFICSHVTCNNCVDFYL
LAKTHDLDRLRCNVTDYLTKSKDKIENVHLLKAEDWIDILSAWDTNVTPDLLSTILEWAKTDARHMDSLASVIQSAYLDP
HPDYLPLIESNKELLSKAGAYDELRGMIEED*                                                
>Ctel_133847                                                                    
MVDVCLLFGGTRVSCHKLILVGTCEYFKRIFFTNMSEKHSKEVNIKGISGNIGILVVDFLYSRNIEITVDNAQALLEAGE
MLILDNLKQKVEQFLIGQLEAQNCISILNLGRLYELKTLVESTRQFLTD                               
>Ctel_160730                                                                    
MTDVTLILPDQSTINCHKLVLASASPFFEAMFQSGFKESTQKEVYLDFTDSEMIRSFVDYFYSGEIDINSDNIGDIVTGS
EFLCLDDLKTHCGAFMTSQVDSSNCIAFYRCARQYSLGELASHCFEHMLSHFEYDFCSSESFVDLSKEELIEVLSDDRLI
VENEDIVLHSVVRWVEADLEERKTAFVRIAPFIRFPFCTSELLGYKAKTQTLLKMYGNSFHYTDELNGEHTEWKGFHNNF
SIKLNNVLAPNGLNWIYAKKHHIYDIDTKSEVQFGAQWMTPQRSDFSLTFIQNKLFAFGGKLNEQISSKVDSFDQQSRKW
KQQPKEMPHAVSKSYVVPFETKIYVLGGIATYGPTTVNQEFDPIWDKWQLKQSMPGVCESGAAVSLNTSIFVVGGAERAC
FRYTPTTDTWIVLSHPTHVHTLSTAITAWEGNILLCGGDHGEEYNPDTDDWSPCDTLVPDKHPSHSYKCILQI*      
>Ctel_73011                                                                     
RMREAEELVDVTLDFGGRHVKYHKVILAGKCDYFRHMFLTNMAEKASEEVAIEGIGANTGVLLIEYLYSGQIELSTHNAQ
DLLEASNMLLLGTLKKNVEDFLCRHTDATNCISLLNLSRMYDLEALLEGAQKYLHDHVKEVANTEEMHLLQEGDLVEILT
ANSPEEDKFRFLQKWVKSDERRTGDFVTLIQHVELSKCRKEFLNNTVMVERLMFNEQCMELLRQAMQTDPSQTQALAPPS



EKQHYSGCASPDGFIISGGLRNNIAQRDCFSYDVQTNRWKTLPPMSTARVEHSSMCHENQLYVIGGWDGNNILYSVEVLD
MNSLQWSYIPRLPFRVCKAGVVFFSNNLFVLGGMNDAGDWVTDVNEYDSLLRGWQRRSPMLHISKRASVVSFGDHIYIIG
GHNRSCMQFNPIDDFWISLKRPYFKHYKGASLIWNDKILIYGGRDEDSIEEYSPLTNQWETLA                 
>Ctel_64340                                                                     
LKDEHVLTDITLKLVDRSTISCHKLVLMIASPFFEAMFKSAMKESTQQEVQLDFFDAVTTRMLVAYFYSGKIEINTENAE
RLVEASDFLCMSELKQDIGASLIPHVDSTNCMEIYQFACKYSLEQLISHCLELILANFNEVARSSDAFVQLSLEELIRLL
SFGGKIGEVYCAEVMSLDQGEWKPEPTNMIQPCSKPYIVQFKTKLYVLGGINEHGPSLYNQEFDCVCGTWRLKTDMPGVC
QSGAAVSLNDNIFVVGGTEQACFRYTPATDAWTVLSQ                                           
>Ctel_223277                                                                    
MASDGSKHPSASHADVVQKKKSPDLSLSKCLHNLQSSNSATLHIALTQIRCKYIKDNAACSWVVTKGILPKLFSLVSNPK
VTSKVLDLTLSILGNLATASEVRSKMISSDAVELIGAVLMQSSDPSIQNRACRSLANLAHDPQASCAIHLKTGLLKHIVS
LLKETESKENAQTLVRSLRVLANNRVHLLGVLQTSCVNVILNMMSSTSASTITSALNCLTHLTSIYNGDRQLHKDCDTRH
DSSGQAEIKEMTEDDKREATQEIEKKEPLDEAADALAKPNKISLSRCCDELTRQLVYCEAGLQLLIETAQRDNPALRKLA
RTILFTLTKQTALRTQLSNAGFIPFLIQSIKENRLQPTETDSMRLLNSLAVCSQEASCRAKIRQHGGLDLILTLLDQEAW
QKMHCRLICALVCYIYDSEGLETLLGLKLCQRLMPHLLASADLSQEETVVTNIPRNTDYKYSLDSPTYQEISSQQESVSY
DSDAPTNIWDSAALESDSSRAYSPMSAVSYHSPEWGGAGSSGSPSPARSISPALCISPLPGASSSPASPFSDFSPGASPV
HMHSPSYNSFSPSAMPDSPARSLSPLRDEAWVRQTTRKKFNVDPLPNKVPHRRTQHNILVLLSRISYLPDPTPHLICPQV
MRSLLRYIAHSRRPLSRATRIIQRLVSFPICFEALIATATPFAIATMLGGEEKLRESLLTDLSITMATAYGSGTMEHMLL
TAETKTNAAISLPFICRGDRDRDRPLLTTALDILFDLVFRSDHPQSLRTATEALAGLASCYAKHDMTQIPQDLTQLQAED
PTEIEFLLDDGSHVKVEREILSQKSEVFRAMLMGNYTESTQSTVRLPQVLTAPFKELMNLTCKSSPLTDSIIERYSRNAE
SARDFCLEMLALSNRYILTEEQQHIAAYVSQRFISGASSVSVSGFSSILLFALTHNSHSLVSACFTWLFTAAETEIRVDV
VQGWQSTGQCCSDEIEKSLREFLNTVMQAPRLT*                                              
>Ctel_144257                                                                    
MESTHSSAIRHTSPDHSKLLLSNLHNLYVAQDFCDIQVCVGDQVFHSHRNVLSAASSYFHAMFSGGLAEMNKEKVFIQGV
DGNIFKIILEYIYSGVVLIEDITVQDLLAAADMLGLEGIVGACCSFLRQQLHPSNCIGISLYAEKHACDQLKSAAQHFIE
NNFSKVSQEEEFCSLSKDLLVSFLHSESLVVENEYQVFTAAMQWMLSDASQRRKHVFEVLAAIRFPLISQRQLETYIESC
SDLSLKVALRKLTQDFRFDRRLPYELKTGRLKPYLFQPRKSARKNVYVIGGYTRDQGGRWSDSQSLCTVECFNTFHEQWR
CIPPLRHSRSGHGVVQLHGLIYVIGGESDSLIFDNMECLDPTTNKWTMLPSMMLPRCGLGACVFEDSILVFGGWVGSEIG
DTIEKYDPGLNVWSELGQMETVRYAMNVLEHQGLIYVVGGMSDMGTEMQAVESFNPVTRDWIPLASMQIKRAYAGIACLE
DCLYVVGGWNEHFGALCTVERYDIEKNSWSLVTPMSTARAGASVCAVNGFLYVIGGRTSSGEFTAPSTLNSVECYDPHMD
TWVMMGAMPSSRCEAGIAVM*                                                           
>Ctel_25374                                                                     
SSPTSSEDVDNGGKCTARLSQLFNNPKFSDITLVVGRKRFFAHKLLLANASDVFEQMLTSEHWLDSVQRELVLQEPDDCI
PVFADFLRYIYSGQISLSSDTVLGLLVLADKYNVPDLKDCCCSYMGGHLVGPPDVTKAVTWYQYALACNSQQLQNACLNY
IVLNMDKVIQSPDWVYLDQENLICLLQRSDLVIESEYTLLQAVVCWLTEDLRLHQLTDNLRATLPFIRFPMILPEHLSEF
EESEFEKAYHKFFAPYLLAAYRYHALSVKGKKNHTASVPSHQFMYRNYTDDNYSIHVDV                     
>Ctel_101293                                                                    
MKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLNDISASTGVLLVEYLYSGNIDITQQNAQD
LLAASEMLLLGALKKNVEDFLLSHTDSVNCISIINLARLYDLKILLADARSYLHEHNGQWNTLPPMPTARIEHSSIYHNH
HLYVVGGCNRNALNSVDTLDMRNLQWNHLPPLPREVCSAHLAIVSDNLFVLGGSCGGCVADVHEFDSTQQTWRQRSPMPE
ICEGGAAVSFNDHVYVVGGRNKRCMRFNPRNNTWTSLQRPQFSHDYRPSIVLNGKIVVFGGLNDDFTEEYSPLTDSWSTW
TLKMPQKSQGWAFAAIMDS*                                                            
>Ctel_35088                                                                     
LTASLFEMREAGEMVDVHLEFDGLRVPCHKVILAGSCEYFERMFLSNMRESTAKEVSIKGISSTIGLLVVDYLYFRTVDI
TGDNAQGLLEASSMLLLDELKNIVEEFLVRRIEAQSCVSLLNLARLFELKALIEALLKFLTDNLDKAFDEIEMKELQEED
LVHVLKNHASQRVCFCALQKWVRCTGGDADQFMALLQHVDLSRCSKQFIQDIVKHEEMMNSPRGSQIIKMAMHNECVLYC
TREMEWSTLPPMTNARYAHSSIYYKDLLCLIGGRILSGQPTDSVEALDNRTMEWRPLASLPVRVYLCIVVCVSNRLFVLG
GAESKQVSSRNVYEYCASPEMWQRRAPMPEDCHGASGIELRDKIFVVGGI                              
>Ctel_58016                                                                     
ESHLKAFVASLHKLQENEVMTDVTLILPDQSAIQCHKVVLMAASPFFEAMFQSGLEESAEKDINLDFADSDIIRSLVKFF
YTGDIKLTAENIKGIIAGNEFL                                                          
>Ctel_208069                                                                    
MSQSDSSLQDGALPEGKAMFYDDFKEKFAPKIKLPGKHFDDILELMKVLHPPNKELDESNVGLLLPLAREYQMEHLLFRC
ERFLLTRPPSVQGLLLAEEFDLDCLKRQCMRYIKNNKLQDLKAEAEFEILKSQTKVQILLEKSMKYEALVYEVKEIVTGH
RPEQVRFRSGGTLCTFTCSDKEKSSGRLPHNAGTDMCCKRCALYMVSRIGKQIENLP*                      
>Ctel_43597                                                                     
EFVDITLVFGMQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLHDISASTGVLLVEYLYSGNIDITQLNAQDLLAAS
EMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKTLLTDARSYLHEHVKEVVETEEMHLLQEGDLIEVLEANASQE
ENFLFIQKWMRSVEGRTDRFEDLMQHVSLSQCSKDFFMRSSGSTDPPKQPSLAVGNYKGEMWLCTDLNTPQWQPIQQPPF
DIALYSACASPGGFVVSGGASQNISQRECYSYYAQTGYWNILPPMPTARRGHSSIYHNHHLYVVGGYDGIDLNSVEALDM
RNLQWNHLPPLPRKVSFAYLAIVSDNLFVLGGFCGEWIADVHEFDSTQQTWRQRSPMPELCEWGAAVSFNDHVYVVGGEE
RSCMRFNPRNNTWTSLQRPQFNHYRGPSLVLNGNIVVFGGFNDDSIEEYSPLTDSW                        



>Ctel_24807                                                                     
QMKEADEFVDITLVFGMQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLLVEYLYSGNIDITQQNAQ
DLLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKILLADARSYLQEHVKEVIETEEMHLLQEGDLIEVLE
ANVSQEENFLFIQKWMKSAEGRTDRFEDLMQHVSLSQCSKDFVCNTVMAEKLMHNTRGNICQRECYSYAAQNGQWNTLPP
MPTARRNIHRFITIIISTSSVAGNCSELNSVEALDMRNLQWNHLPPLPREVCLAYLAIVSDNLFVLGGYCGLNRVADVHE
FDLTQQTWRQRSPMPEICVAGAAVSFNDHVYVVGGRERSCMRFNPRNNTWTSLRRPRFIHTYGPSLVLNGNIVVFGGSND
DSIEEYSPLTDSWST                                                                 
>Ctel_37076                                                                     
RKSLEFCDISLKLNGVVHGAHKAVLAATSPYFRSMFRSKMKEQTSSLVDLSQSLVLDRDDSFKTILDFLYTGDIEITTLN
ADDMLRIADFFLLEDVKHYCQEFFLVHGNLNLKNCMYLSALADHHNMPEVAEASLKMVHSRFHDHLIHSDQILELPEDIL
AKFLRDPEAVQFAKPVHILRAVLKWLKHSFFERKSCLQQIFACIHFNISSLSDLDLKSIVDQEPLLSDEEICCKLSCSD 
>Ctel_141439                                                                    
MTRAISSLPVVFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLNDISASTGVVLVDYL
YSGNIVITQHNAQDLLAASEMLLLGALKKKVEEFLLSHTDSVNCISIINLARLYDLKILLADAQKYLHEHVKEVVETEEM
HLLQEGDLIEALEANASQEENFLFIQKWIRSAEGRTDRFDDLMQHVSLSQCSKDFVCSTVMAEKLMHNTRGMKLIKQFMR
SCGSADPPKQPSLAVGNERGEMCACASPGGFVVSGGRSQNSNQRECYSYHVQNGQWNTLPPMPTARRIHSSIYHNHHLYV
VGGYDGRFLNSVEALDMRNLQWNHLPPLPREVYSAYLAIVSDNLVVLGGCCGGWVADVHEFDSAQQTWRQRSPMPEICER
GAAVSFDDHVYVVGGSERSCMRFNPRNNTWTSLQRPRFIHSYGSSLVLNGNIVVIEGSNNDSIEEYSPLTASWSTWTLKM
PQKSPGWAFAAKMDS*                                                                
>Ctel_124196                                                                    
MREAEELVDITLVFDERRVKCHKVILAGTCGFFHRMFLSECSSNEVVLKEISASTGVPLVDYLYTGHIELTTQNAQDLLA
ASEMLLLVTLKQNVEEFLCRHTEPTNCISHLNLARIYDLKTLLEDSRKYLHDHVTEVFNNKELHLLQEGDLVDIITANDQ
QEDNFRFLQKWAKSDERRTGDFVSLLQHVQLSQCCKAFLWDTVMMEELMFNKHCMKLLQEAIQADPPEQQTLAVGDAAGK
IWICTDNQKWHPIQKPPAQNMFYSGCASPGGFIVSGGCLNNIRQRDCYSYDVENDRWNTLPPMPTARSHHSSLFHKGQFY
VIGGRDDLNLDSVESLDTKSLEWQQHPPMPRHLYLAGVVSFSGNIFVLGGYEANYEVDVNEYDVTQRTWKQRSPMPEVCE
GGSATSFGDHVYFVGGRNRSCMQFDPREDTWCLLQRPLISHHFGFSATLNKKIWICGGNNEEAIEEYSPRTDKWTILPLK
MPPGRSIFMRFALRIDDFS*                                                            
>Ctel_33935                                                                     
QMREAGELVDINLVFGDHIISCHKVILAGRCDYFHRMFLTNMLERNSTEVVMKEINARTGILLVRYLYTGLIEITTENAQ
DLLSACEMLLLGALKQDVEEFLCSHTESNNCVSIMNLASLHDMKTLLGNAKKFLHEHIKEVVETDEIRLLQEADLKEILG
ETLSQEDNFCFIQKWVKSADERAERFDDLLQHVTLSKCSNEFICDTVMEERLMISVNGMKLIQQAMRPHKQTDPTGLQSL
VVGDASGHMWLCSDINLQTWQSFQGPPTRNTNYSACASPGGFIVSGGWLNDVCKSDCYSYDAQSGQWTTLPPMSIARHAH
SSIYHNEGLYIVGGIDNHDYLDSMEKLDMRSLQWSRLTRLPRSVTYINLAIASNNLFAVGGSSGRGCCVVDEFDFTQQTW
RHRSAMPEKYANGAAVSFNDHVYVVGGKDRSCVQYNPLQNTW                                      
>Ctel_142559                                                                    
MTDVTLILPDQSAIQCHKVVLMAASPFFETMFQSGLKEGTEQDIKLDFADSGTIRSLVKFFYTGDIKLTAENIKAIVHGS
EFLCCKHLKAHCEEFLVGNVGLSNCIDYYQFGKVFNLEMLIKTTFDFILSKFREFMEISNFDKLTEDELVEIVSCDRLNA
ENED                                                                            
>Ctel_215677                                                                    
MTAAFQKMKEAEEMVDVELVFEETRVKCHRIMLAASSEYFLRLLQTDMQARDVKEITIKEVSSSTGRLLVDCLYSANTSL
SHLDCHPEALVYADDTMLYRTGKDPAHICPAIEEDLRIAAKWADIWGMRFNASKTVAMYIYQTTATPPPITFAGATLEYS
HEHRHFGFILDSALSFHDHKSVSCLLGVLHRGDSFLVVRGQDSLLDQFSIIPEKFIETSLSPHVGVGSRLECAMLCQRDK
CCYSALTKNDDYNVQCQMLNYVFPEEDLSDDEGGAYLIRIHEPDSQQWLVHYDAAIFGNNLFSINEITEEMCKAACVERV
DCLSIDFYTETGNCFLNYYTSKTVPLSEETGTIYMEKTCGL*                                      
>Ctel_116986                                                                    
MREAGELVDVTLVFGERRLACHKLILAGMCEYFHRMFLTDMVESYSKEIFMKDINASTGVLLIDYFYTQQIDIATNNAQD
LLKASDMLLIETLKRRVEEFLCEQIEESNCISLLNLARFYGLEMLQEDAQVTLYDMRADDIINMEDIHLLEEKDLIKILT
ANDALDESLCLVQKWILCTLRSNSFDSLLELLHSTHGLGLNDLLEEPSLVVGNFEGEMWQSFDNQTWQPIWKPPFLNEVY
SACAHPDGRIIISGGVFVDVVQSDCRSYDAHTAQWNDLPPMPTVRTQHSSIYHDHHVYVIGGNDGQTMLNSVDALDMRSL
EWSKTWHQRSPMPEQCAGGAAVALGDQVYVVGGWKRSCMKFNPQIDSWVSLQRPQFLHWYGPSLVLKGCVLIYGGSFVDF
IEKYSPLTDKWTTLTGNTPQKQEMRFALTLRIRHDLITL*                                        
>Ctel_216344                                                                    
MTQEITSLPAIFSQMREAGEFVDITLVFDEQRVLCHKVILAGTCDYFHRMFLSDMLESTAKEVTMKEISASTGVSLVHFL
YTGRIKITTQNAKDLLAASEMLLIGSLKPKVEEFLRSNTELVNCISSISLARQYDMKTLMEDAKKFLHERVREVTDSEEM
HLLLEEDLIEALNANASQENNFCLLQKWILSADGRTDRFDDLIQHISLSNCSKKFICSTVMSENLMHNTHGMELIQEAMQ
SPRTTDPLEQQSLVVGNLEGEMWLCTDAHVHHWQPMEKPPVQCLQYSACASPGGFVVSGGKCNGNACPNCYSYDAHENKW
NALPPMSTARVNHSSIYHDRHLYIVGGLSNEGHILDSIEALDMRSLKWSNLPPLPRAAYHSYLAVVSNKLLVFSGIQERF
WLADVNEFDLNERVWQQKAPMPELCVGGAAVCLDDHVYIVGGGNRTCSQFNPSRNIWTSLQRPQFARYFGPALVWNQSIV
IFGGKGKDSIEKYSPLTDTWTTWALKMPKEDCWRFVVRMNNL*                                     
>Ctel_219008                                                                    
MIARLATLDILDSLAARTLFTLDEVGDVSWKVAENAEYMPFFSCETYEVNLSGGEVLKFLGSFAVEFQVEISDDLMLLTY
DQCCILQCQRVLNSRPPNEVPFSFLPALEEGYFSDGIIRAENGAEFKVHKTILTLAMPEMDWNSDPMPLSGFREDVVHMI



LHYIYSECLIKGLSEETAHAALQAAEGVKGLEKFSELCLTFLKNTALKQQIISLVTDIHACADRMVDLLNGKGSAETGSG
SFGEPSLVLSPARLCYIIKQALREGAIAGAKLVILCDLFSRRKGDLSREERHEIIKYAKSRLPVFMNQLHRFFEVCKSHS
SSMTAQQRQEIAAYLVPEIEITLDAMSSFVVEMKSSLEDIISQSSSSEKNSEKGHVKDVLGKALRNALHTRELIKLKRFH
ERTTKSFHNLMRKKENFCLMTQEEKVRSVSKNLEHLMDEVPLFLVRIEDVMSALDEKVSWREWKYLFKLGTSKVSWVLSK
IQKHTDTVNPIFLKACEMVQRDQFTESISAIGLISKVTDGAGAAGGCVANKAASSAPKYAQLSSVESLCIPPYAQDSTLA
AKALILLQKNCGETDVTFEIISTSEPGDIVISHADDEEISHQSVPKVITEIPAHRVIIASRCDWFRRALLSGMRESIDKK
IPVHGTSPELFLMMLKYLYSGYLDTKSLSVDQLADLLSLSDGYEMDSLKCHCEYALNSSIDEESVLFLFSLADQYNARVL
KESCLAFITLHVHLLYSDVFNELPDTLQKELHDKCDISWPSNQALSPEGGALGRHPGSSSGDMDEVMKALELGDVQASPQ
STDSTSSSFLEDLHYVEDATNIEICLTELRGILGDEVPHEMLLRVASAADYQVNRAVNYYFSS*                
>Ctel_53734                                                                     
FSEMREAEELVDVYLVFNGKLVPCHKVILAGNCEYFKRMFLSKMNESSAREVNLKGINATHGELVVDYLYSKDIEITEDN
AQGLLEASSLLMLDKLKKKVEHFLIGQLEAENCVSILNVARFYQLETLLETSLKFLCDRLHKIIDTMELEELTKDDLVNV
LENHATKEACFILDMKTLEWGVLSPLHRPMCHSLVASVSNRLFVIGGTPNPTSISTGVHFIESGRLNWRPRTPAPEDCRG
ASAATLKNKVFVVGGASNSCMAYDTLVDAWAILERPQVLFTYKASLEWNGKILLLGGTEDD                   
>Ctel_221032                                                                    
MLSSLPDFCYDLYKKGQLVDLTLTCANGERLLVHSVVLALKSKVIQEVLLHLGDLTQVTAVVHCGDVDVQLLRSLVEFAY
TAEFEEEAYNHRDTLLFVAKRLGLEAAVRELDNQKMALKRKSLDAEQMKAVNVSAQLKCKSCEKTFVSARQCKRHACEVK
VEVVNLSQMKHEEVQGHDDMVQIEQRVAEDNAAEEIMEEEETNQMPEAEEQQQEKSEEEKDEEVAEMEVEEEKDEMKMMK
EEPVKGTKHDEQFPEKKCKVWRRSHTQSLPFKCPHCTFSTSKAPYLSDHTRVRHPNAPETCPHCQEVFSRKEIGRHKKGC
EKRFSDAASVEALFHCDVCPFTAIRARYISDHTRKMHGGDSVLCVHCGQQFQRREIHRHQQRCKEKPAKVKVKVVYETDE
NALKCPVKDCEFVAEDREQKLLHAQTEHKVIVKKKAAVSEETFVCEHCGRTMNSKAAHRAHMAAVHSTVFHPCSMCEYQG
KSLLALRSHCQLIHSCNPDGSPYERRFACTVCDFKAIHRCTLKTHMKKHESKKAFTCDHCPYKTHRKDSLLKHKSTMHTT
SRRVKVCRTCGKAFVSETGFRMHNLRHLGLRPYHCTLCNLPFARLSTFELHNMRKHPTTCSQSPLSCTHCSYTCSAASTL
KQHYRTKHGISDVHIVGSRKGRRSGHSSFKNRFKEFNNVNQFVESNTIVGKVEDNSCVVDEEELQQQAAEEGEATLEMHE
ASEILAGIGTSSQVEVEGTVEVASTPTVYEVNGQTIAVYYV*                                      
>Ctel_34879                                                                     
DSHLKAFMASLHKLQEKEVMTDVTLILPDQSAIPCHKVVLMAASPFFETMFQSGLKEGAEQNIKLDFTDSAIIKILVEFF
YTGYIELTKGNIKAVVAGSEFLCCKHLKAHCEEYLVDTVGLSNCIDYYRYGQVFNLKLLIKAAFDFILSKFKEFKGIADF
DKLTEDELVEVVSSDQLNAENEDVVFEAVDYWVNADPDAREEVFPRIAPLIRFPFCSQTALTDNICCNTLMQKPGCIDFA
HEALWSQFHFNCRPPIHNARCIPRQAFHSRASTSSLFQLIKMKSPNKDSLFTTVTQEFDPASNEWRMRSQMPGYCYYGAA
VALGDKIYVVGGSEKVCYSYDPENDEWKVLSKPTHKYYNKAATVWRGRILIGNREHVEEYDPVADLWS            
>Ctel_223819                                                                    
MDGQDIGEFKKRGYLKGTKTIIIRNIVIGAGACIFLGSIAYFVNKIGESGPDSKLQKPIQLMRNQESERAENRLKVQIRR
MERARNVAEFASKALRIKSRGAYNKDPQIGMKNDEEKLCQTCKQLFGRSVYDDHVTKCLRAKFSRKNPGDFVICQICQED
ISNLRSLQQTVHVNKCIDKSKRQEVLLHNAKSQVADCPLCGQSRKSHLKKCSSQKGISTAELLDKVNEQEATRRSLLEAG
IVPPQNSCPPRKRLKKSERNEKKFAADMQRAIDLSVSEDANRAPVKDAFSVLMTPTKKIPARGKKRRPPVKPSRLMEQSA
EETRQKIAKKMAAIVVDEVKNNSSEVPNLKESQVRNRSEELQLWSKASSKDVCSGYYVPQLAAHLRKNPSIQRTAPVETL
NNTTLIASTQTALLLAELELDQTTLTQPERLANISRLNSSCNLLNQTGFCLEPDEETDPDIGASFEVMLGNQSLSDIVFI
CLDGQVPAHKFVLCSRLSQDVWRSVENERELNVDVNKDTLLSFLRYLYTGRVPRVLNVQFQSLARKFQVKFLEEACNFER
LKEDDLSESSESDESAIEEDSDQRELHEEEDEDILALLKDESPKVAEVASPQEVVYNSDADLFEDTAEIVDLTGDSSQNL
ITTPDMFPTEKVVRTKSRLNEDEDSSASQELLDSSPTFATQQAVDLTQNEASTPVFSEDELPDIATSPQATSPPTSPEAI
SPQATSPEATSPEAISPLTSPPTSPEAISPLTSPPTSPEAISPLTSPPTSPEAISLQATSPQATSPLSPLTSPPTSPQTT
SPQRVATQDVWQDFDDGGMDEILVEAEEEAMVAPPVYDPPTDIETDVSFMESAVTPVNKACEAKKKGKAPVVPSPFTPMP
SYKDMNTPALKREGQKYGVRPMPRKRMTQVLTNIYQETHQYETDSEVDESLLKEKASSDGLNLSSSDDVCLMPEESILIE
EKETLKLSRKDVAAKKELVWNFIRGNEEIYRQVLHYEPLEFDDFLLRIKSLGHVIGASIVIEALDDMCMGFTTRSKNDGN
RHIRKKRKTDKK*                                                                   
>Ctel_223821                                                                    
MACAPNDLLPLQDIITESAANGYGDQLLQRLGHFWRNKLFCDLTLRVESASYQVHRLVLAACSDYFEALFSHNMQERHSS
CLDLPSVEASGFEPLLHFAYTGNLPLTLLNVENILPAAAFLQITAALQAISDFLKSKMTFDNAKRLVNLGEHYGLIELRS
HLKEMILTDFTSFAETELFLELSPMELTGYLMEDCLNVPNELTLLKCVLRWYHADVTNREEHIADVLDKIRYTLDGWSAV
AFARKTEPFISNRQCREILSWCERYLQNPFGRVMLQSYRTRVRSLERSLVQVGGIRQEKNDPFPGFVLPDDDEVPEERTG
CMLNRFYHRTLQKWMPLGEMEATDAMSHCPLVEVNDFAVLVGGYLYTTDFNLGRYQHCSNEVRLIQAGCGFASWDLPCLL
GARAHHTAVFCQNYIYAIGGKNESGNLSSVERYSLEEEEWSYVEELPVATFDHASCIMQDQVFVCGGTQKGRVVNDVLCF
VPCAEEWTSRPPLLTARTGHAMAAIGDEILVCGGSTALGAHYRCLASVESFNVRSQQWTFIKPMRQDCCSMTAVVLDSKL
LLVGGENSVGDLLTQVQEFDPKSETWGTYCSLPTAMKSVGCCALTVKLTDAGKTAESEKELNCAESDDDYPDDDNDDDDD
DDVLRHLQHSAPFNASGFMERIGNVFF*                                                    
>Ctel_225321                                                                    
MPPKMKVLRAHRSSKSCTDSCHKNPRVILRPLLADFSIQNRYRFNSPPPSASLYNKPELSDIKLKVGNDTYYGHKLILSA
ASEVFSRMLNSDWLESHTDVLKLEEEEECIKVFDLFLYYIYTGTIVLSESYVVPLYMLADKYHVTVLLDECVKIIRNGLK
IFITKSGSMSPAASEVQPLSGVGQSFAIGPSSHSSSSGDSASDDLTDSEASHDHSISLDECSRQSASRSSTPDNQPGPSQ
ALADPPQKTVLVASETFSLPLVMRLILTCHNESISNAALYNLEVRLANQISLGVFSTWNELDQVFLTRVLSDRHFYCKEF
YLFRAVISWLQFDAKRQTEDVITDVLQHVRFPLLKPCYLYQVEQDDLVSRSSATKQLIQEAIRYQLFKSCCHGDDRVRWT



GPQFEERLVRRP*                                                                   
>Ctel_84268                                                                     
LKAFMASLHKFQEKEVMTDVTLILPDQSAIPCHKVVLMAASPFFETMFQSGLKEGAEQNIKLDFADSDIIKALVEFFYSG
NIELTAGNIKEIVAGSEFLCCKHLKAHCEEYLVDTVGLSNCIDYYRCGQVFNLKLLIKTAFDFILFKFREFREISDFDKL
TEDELVEVVSCDRLNAENEDVVFEAVVHWVNADPDAREEVFPRIAPLIRFPFCSQKALTDKICRNPLLQKPGCI      
>Ctel_137514                                                                    
VSFLQMREANELVDVTLVFGDRRLACHKLILAGMCKYFHRMFLTDMVESYSKEIVMKDINASTGVLLIDYFYTQQIDITT
HNAQDLLEASDMLLIDTLKRSVEEFFCELTDKSNCISLLNLARFYDLKMLREKAQDTVCNIQVDGMDDIEDMHLLEENDL
VTILKASDVLDDSFCLVQKWILAVERSNAFDSLLQLLKKKMLHNKHGMELIQHLTQLYLVNDRPEKPSLMVGTFEGEMWQ
SIHSETWQPIQKPRNLNEVYSACAHPDGRLIISGGVFMNTIQSDCHYYDAHTAQWNHLPPMPTVRAQHSSIYHDHHVYVI
GGNDGRSFLHSVDALDMRSLEWSSLPHMPQPLQCSYVVSVSDTLFVLGGMRDGWVDWSVDVHQYDSTGKTWHQRSPMPEQ
CAGGAAVALGDQVYVVGGWNKSCMKFNPQIDSWVSLQRPQFSHWYGPALVWNGCVLVCGGSEEDSIEEYSPLTDKWRTWT
MTLPQKQELRFAFRILL*                                                              
>Ctel_137498                                                                    
MSATFRNMRHSDEMVDVVLAFEETRVKCHRLVLAASCDYFRRMFQTDMQERDAGEISIKDVSSTTGLLLVEYLYSGNIQI
SAENAQELLAVSDRLLLTKLKKNVEKFLCGQVASTNCVSFKNLARLYGLDTLIKVTHGYLNNHWQKLIDMESEIDELTED
DLIALLTTYGSDEGSFLLLQKWAKQWRTLPPMNERRYYHSSICNQDEFMVIGGRINEDIYLDSVECLNLKTLKWSQFPDL
PEAQCLNNAVCIQKQLFVLGGWISITTVTRDVYKFDSAERAWQALSPLPETCEGVSAVSFASKIFVIGGQFRRCMQYDPC
TDIWVQLQRPQFEHIYGPALAWRDKIVLCGGKETDSIEEYDPQSNKWSTWNLKMPNEDYFCFALTIKRHK*         
>Ctel_174903                                                                    
MREAGELVDINLVFGDHIISCHKVILAGRCDYFHHMFLTNMLERDSTEIVMKEINTRTGILLVRYLYTGRIEITTDNAQD
LLSACEMLLLGALKQDIEAFLCSHTESNNCVSIMNLASLHDMKKLLGNAKKFLHEHMKEVVETDEIRLLQEADLIEVLGK
TLSQEDNFCFVQKWVKSADERAERFNDLLHHVTLSKCSDEFIRDTVMEERLMISENMWLCSDINLQTWQSLYAPPSQHRN
YSACASPGGFIISGGRLKGVCKSDCYSYDAQSGQWTTLPPMSIARRAHSSIYHNECLYIVGGRDGQNCLDSVEKLDMRSL
QWSRLPRLPRSACRLYLAIASNNLFALGGSSGGNWNVDVHEFDFTRQTWRQRSAMPEKCEFGAAVSFNDHVYIAGGKDRS
YMQFNPLQNTWILLQRPQLSHRFGKSLVWNESILVCGGLDSDVIEAYSLRENQWSTWTLKMPNKGEFIFALKM*      
>Ctel_200473                                                                    
MREAGEFVDITLVFDEQRVLCHKVILAGTCDYFHRMFLSDMLESTAKEVTMKEISGSTGMSLVHFLYTGRIKISTQNAKD
LLAASEMLILGSLKQKVEEFLCSNTESVNCISTISLARLYDMKTLMEDAKKFLHEHVREVTDSEEMHLLLEEDLIETLNA
NASQENNFCLLQKWILSADGRTDRFDDLIQHISLSNCSKKFICSTVMNEVLMANEYGLKLIQAAMQSPRTTDPLEQQSLV
VGNLEGEMWLCTDSHVHHWQPMEKPPVQCLQYSACASPGGFVVSGGKCNEIDSFNCYSYDAHENKWNALPLMSTARVDHS
SIYHDHHLYIVGGLSSQGHFLDSIEALDMRSFKWSNLPPLPRAASFPYLAVVSNKLLVFSGVQTGFWIADVYEFDLKERV
WHQRAPMPEACKNGAAVCLDDHVYIVGGLNRTCMQFNPSRNTWTSLQRPQFAHYFGPALVWNQSIVMFGGRDNDSIEKYS
PLTDTWTTWALKMPKKDLWRFVVRMNSLL*                                                  
>Ctel_36674                                                                     
EASASPFFDFKDKRFPSQLLQGLSKQREHGIGLDLTIRVEERTITAHRNIVMASSTYFDALLGPNMKEGKESSVELQGIK
YAPLNQLIDFMYSADIAITSENVQDILETANFVGMISICGACCRFLAQHLDVSNCADILQLASALDQDHLKGDASDFFCT
HFFEIQGNEGFMSIDITLLTGLLAEDNLRVIDGTVQPTMENVETALLNIVMNYINFHMYDEPHRLAALLETVRLP     
>Ctel_134985                                                                    
MLESFCNMRAATELVDVILVFKNVKIPCHKVVLAGTCNYFRAMFVTEMKESRSAEVQMSDISADIGLTLVNYLYSGSIEI
TEQNAQALLAACNMLLLVDVKNNIAEFLSRQICNSNCVPLLNLARFYELESLRKAAHKFLTKHWKDLIDTNDLGELKEVD
FLYIVGGKESKQGYMDSVECLDIKSLKWGHLSDLPLCLSTPMLTTVKDRLFVLGGIKGGGHSRMVFEYHNEAWEERSPMP
EECRRGAAMEFDGFIFVVGGLEKSCLRYCQRRDDWNILQRTTFPHMFGPAMVWNDAIIVGGGEGTDANEEYCPHTDTWST
WQLKMPNSGQMQFILKI*                                                              
>Ctel_151100                                                                    
MREAEELVDVTLVFEERRVKCHKVILAGTSDYFRGMFLTDMAESASREIVMEEISASIGALLINFMYGGLVEITTQNAQD
LLTASDMLLLDALKQQIEKFLCRNIESTNCISLLNLAQFHDLKLLMEDSRNFLLDHVDGIDVEEMNLLQEGTLIEIIQLS
ASSSPEDSFRLIQKWVRLVEGRSESFLNLMQHVSLSKCSKEFIRSTVMQEELMANEQGERLIEAAMQTDSHEQHLVVCGW
GGQLREEFGTSGRQNPVAQTDCFLYEALSNEWRTLPPMPTARYNHSSIHHKNNLFVVGGKKDGAALNSIETLDRRNGKWS
CLPPMPRGLEHALVVFVLNRLFVLGGSFRNVIIDQCVQVNEYDAILKEWVPRSPMPEECEGASAVSLEDHIYVVGGHDRR
CMRYNPRDDTWLDIALHRPHFVHIFSPALVWEGKIVICGGDMEASAHTEEYNHWVDRWARSWLTFDVLPMWQVRSAFAMD
IPS*                                                                            
>Ctel_101775                                                                    
NVSLVVEGRTFRVKKDFLMKQSSYFDAMFSVDMKEAREGIATINETRADIFEKIIQYYDGHSFHLTEDKLDEACSILITA
SMYQFRTVMEECINFLTEILAPRNCLKIMTFSFPHNFKNLANNSLQFALWEFDSICQQQQFLNLSQVELFDYLDNPNLNT
KCEINVLRAVMRWLEKQESLGVEKVEKILQVVRFQSITNADLDSVIHHPVWKDRGCTDVLGSFRSAGWQALYPKKVL*  
>Ctel_214586                                                                    
MTCFYFGKKTLQQLYTKCQHVLRLIQPMKMDFHKQKLLASLRKMKENDVMTDITLILPDDSTISCHKLVLVAASLFFETM
FDSGMKESIDKNIKLEFSDADTIRKLVEFIYSGEIDVNEDNVQTLVAASDFLLMGDLKAHCEDFLTTLIRSSNHQELCTF
ENEDIVFTSVVRWVNVDPEQRKEAFPRIAPFIRFPLCTQKTLSMNVIWEPLMWNPECFKLIAEAQHSQFHSRREPIENSR
TAHRSSKREYLVRLSADYNQVSIEYTDSIDEDEVEWECKLLDFTHSLNKNNCIPSESGVIWIINDETRMSLDLKSYKISS
HPWVKPRNEECSLFVGDAKIIAFGGKERLNPNSNPAAHVIYLLGNVYILGGYALCRERDYYGITMGNQEPRYRPQPSQST



QKFSIATQTWSLCTSMPDECTSAQAVALNDKIYVVGGENRICFCYDPEEDTWTVLSRPKFGNSDSATVWKGNILLSSSRG
HSTLQVYDPILDCWKCTENVFLDETKQHQTKLFCAMRF*                                         
>Ctel_36636                                                                     
PLSIMTQTISSLPAVFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLL
VEYLYSGNIDITQLNAQDLLAASEMLLLGALKKKVEDFLLSHTDSVSCISIINLARLYDLKTLLADARSYLHKHVKEVVE
FEEMHLLQEGDLIEVLEANASQEENFLFIQKWMRSAEGRTDRFEDLMQHVTDPPKQPSLAVGNIDGEMWLCTDLNTPQWQ
PIQQPPFQIKYYSACASPGGFVVSGGLSQNSNQRECYSYAAQNGHWNTLSPMPTARRSHSSIYHNHHLYVVGGYDGSYLN
SVDALDMRNLQWNHLPPLPQRCVGGAAVSFNDHVYVVGGRHRSCMRFNPRNNTWTSQQRPQFNHYCGPSLVLNGNIVVFG
GQGNDSIEEYSPLTDSWSTWT                                                           
>Ctel_47053                                                                     
DSHLKAFMASLHKLQENEVMTDVTLILPDQSAIPCHKVVLMAASPFFETMFQSGLKEGAEQNIKLDFADSHTIKILVEFF
YTGDIELTEENIKALVAGSEFLCCKHLKAHCEEYLVDTVGLSNCIDYYRYGQVFNLKLLIKTAFDFILFKFREYKEISEF
DKLTEDELVEVVSCDRLNAENEDVVFEAVVHWVNADPDAREEVFPRIAPLIRFPFCSQTAFTDNI               
>Ctel_63295                                                                     
IPCHKLVLMAASPFFETMFQSGMKESTQREVQLDFSDAATIKMVIDYFYSGTIDINAGNVQELVAASEFLCLTDLKEHLG
AFMTDQIDATNCVEFYRYARKFSLGKLIPHCLEHILSNFSQAFGSSANFADLSEEELINVVSDDRLKTENENIVFHSVVR
WVNVDLEQRKEAFVRIAPFIRFPFCTLEECLNNIVREKLMINATCMDLLYEAITIKTSLIIQHSMHSSRHVPRLAYTTKK
PHLLRVYANVSHHYMVGQCTEDITQTNQISIVMGRTFPQRTDYQTIFNQDRLFAFGGCDSSNGQHCSTVESFDQKQNTWK
AEPAMLQAVSKPYIVHFGTKIYVLGGVDANGPSLATQEFDADWGIWQLKKEMPGLCQSGAAVSLNHRIFVVGGTERACFS
YTPSTDTW                                                                        
>Ctel_111570                                                                    
MTSLQRLKKKESSIDISLKLPDETTIPCHKLVLMAASPFFETMFQSGMKESTQREVQLDFSDAATIKMVIDYFYSGTIDI
NAGNVQELVAASEFLCLTDLKEHLGAFMTDQIDATNCVEFYRYARKFSLGKLIPHCLEHILSNFSQAFGSSSNFADLSEE
ELINVVSDDRLKTENENIVFHSVVRWVNVDLEQRKEAFVRIAAFIRFPFCTLEECHNNIVREKLMINATCMDLLYEAIST
KTSPIIQHSMHSSRHVPRLAYTTKKPHLLRVYANFSHLMVGQCTEDITQTNQVSGVGWTFPQRTDYQTIFNQDRLFAFGG
CDSSNGQHCSTVESFDQKQNTWKAEPAMLQAVSKPYIVHFGTKIYVLGGVDANGPSLATQEFDADWGIWQLKKEMPGVCQ
SGAAVSLNHRIFVVGGAERACFSYTPSTDTWAVLSQPTHVHNVFPAAAAWKGKILLLGNQGEEYDPETDAWSACQALIPT
DGNLSVPKGLFAVFM*                                                                
>Ctel_164103                                                                    
MMERQIFTDSHAKSILTTMNNLRKANTLCDVMLKVDGQDFPAHRIVLAACSDYFCAMFTNGMSEAEKTEIVLHGISADVM
EVLLDFVYTETVDVSVENVQELLPAACLLQLTGVKEACSEFLEKQLDPANCLGIRMFAENHGCESLQAASGLYTHKHFEE
VVQHEEFRMLSEKDVHKLVASDEIQVGSEEAVFHAVMKWVQHGEPQAKEDDDLNAEDVQLTPLTNDREQYLSDLLQNVRL
PLLSAKFLTDTVDSQLLIRKSLECRDLVDEAKKYHLRPDLRPQMQSQRTRHRTGCDDVLVVLGGFGHLQSPVDVAEMYDP
KTKTWLPLPNITRKRRYVAAAAIKTKVYALGGYDGTCRLSTVNCLDLADEDPQWQTVAPMSQRRGLAGVCTYQDMVYVCG
GFDGIMRHTSMERYDPQIDQWSMLGNMSVGREGAGLVVANDMIYCIGGYDGVNLLNSVERYDPNTAQWTTVASMATSRSG
AGVAVINDAIYVCGGYDGSSHLASVECYHVRTGHWTSVAHMNVPRCYVGACVLKGQLYVVAGYDGNTLLSCIESYDPHAE
AWQLHDATMATHRCDAGVAVVRRG*                                                       
>Ctel_145181                                                                    
MQNLKLVVVGDGGVGKSCLLISYATNSFPSEYVPTVFDNYSSNILVDGKAVNLGLWDTAGQEDYDRLRPLSYPLTDVFLL
CYSVDNRDSLENIANKYKAEVDHHCPGTPQILVACKRGELGKKDQSRFVSENEGRRMAKSLGIQFFETSALTQQGVAIAF
DHAVAMSFCPKKKKKGGFGLFKKSKKSEPQPPVMPPAGKAPWLEIETSTFADDWGKMLKQPEHTDMTFIVDGRHSVLAHR
IVLASASKFWARILTIPQEDNQLLKLDPQLTFENICDGKVKGILHIQLERAPDKRSMMTAVTLDPDYVNAKTFSYVLQFL
YTGKIANYDISKEDLDNVCNISRVFEMPELITICENITSGEEFLNPSIGTYLNDETGKKMKEMFLNQDRLTDVTFIVEGT
KIFAHKAVLSCRCDVMAAMVGGNFAEGNSETSEDTTLDEFLAFLEYLYSDHSPIEECDSVGILMLADRFCMSRIVNLCEL
YITKEVDRSVQKNIQKSNMDVIGLLLLAQAHNAKQLEGWCLHFISTNFSCFENRPEFPQLTGSNLEFVKEHQWPPLSYLK
EVEEYKQMSGGKCSVM*                                                               
>Ctel_35989                                                                     
HKVVLMAASPFFETMFQSGLKEAAEKDIKLDFADSGTIRSLVKFFYTGDIKLTAENIKAIVAGSEFLCCKHLKAHCEEFL
MGNVGLSSCIDNYQFGKVFNLKVLIKTAFDFILSKFREYREISNFDKLTEDEIAEIVSCDRLNAENEDVVFEAVVHWVNA
DPDVRNEVFPRIAPLIRFPFCTQTMLTDKICCSSLV                                            
>Ctel_76871                                                                     
MTDITLILPDQSAIQCHKVVLMAASPFFETMFQSGLKEGAEKDIKLAFADSGTIRSLVKFFYTGDIKLTAENIKAIVAGS
EFLCCKHLKAHCEEFLMGNVGLSSCIDYYQFGKVFNLKVLIKTAFDFILSKFQQFMEISDYNKLTEDELAEIVSCDRLNA
ENED                                                                            
>Ctel_32616                                                                     
SHLKAFMASLRKLQDNEVMTDVTLILPDQSAIQCHKVVLMAVSPFFETMFQSGLKEAVEQDIKLDFADSGTIRSLVKFFY
TGDIKLTAENIKAIVAGSEFLYCQHLKAHCEEFLMGNVGLSNCIDYYQFGKVFNLEMLIKTTFDFILYKFGEFMEISNFD
KLTEDELADIVSCDRLNAENEDVVFEAVVHWVNADPDVREEVFPRIAPLIRFPFCTQTMLTDKICCSSLVLKSECIQLAQ
EAVWSQFHLNCEWKSEQEMLQAEKNPLIVQLADKVYAFGGWETRVTQEFDPALNEWRMRSRMPGGCCYGSAVALGDKIYV
VGGY                                                                            
>Ctel_110271                                                                    
MKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLNDISASTGVLLVEYLYSGNIDITQLNAQD



LLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKMLLTDARSYLQEHVKEVVESEEMHLLQEGDLIEVLEA
NASQEENFLFIQKWMKSAEGRTNRFDDLMQHVSLSKCSKDFVCSTVMEEKLMHNTRGITLIQEFMQSYGSTDPPKQPSLA
VGNLSGEMWLCTDLNTPQWQPIQQPPFQIKLYSACASPGGFVVSGGQSQNSNQRECYSYAAQNGQWNTLPPMLTARFSHS
SIYHNHHLYVVGGYDGSYLNSVDALDMRNLQWNHLPPLPRKVRFAYLAIVSDNLFVLGGLCGDGFYGWVADVHEFDSTQQ
TWRQRSPMPEICVGGAAVSFNDHVYVVGGRNRSCMRFNPRNNTWTSLQRPQFNHYFGPSLVLNGNIVVFGGFNDDSIEEY
SPLTDSWSTWTLKMPHKSQYWKFAVKMDS*                                                  
>Ctel_105762                                                                    
MTQTISSLPAVFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLNDISASTGVLLVEYL
YSG                                                                             
>Ctel_120168                                                                    
MRHSDEMVDTVLVFGETRVKCHRLVLAATCEYFRRMLQADMQERGAGEISIKDVSSATGILLVDYLYTGNIQISVENAEA
ILAASDRFLLTKLKKIAEDFLCGQVGSTNCVSFRYFARLFSLNSLLEVTQKYLTDHWKEL                    
>Ctel_192804                                                                    
MTDVTLTLPDQSAIPCHKVVLMTASPFFETMFQSGLKEGAEQNIKLDFADSYTIRSGKVCDLKVLLKTAFNFILLKFREF
REISYFDTLTEDELVEVVSCDRLNAENEDVVFEAVVHWVNADPDATEEIFPRIAPLIHFPFCSQKALTDKICRNPLMQKH
ALILPTKLSGRSFTSTASSNSQRQMHSSSRLSFAWIYAISLSIITESRMVLRLHSVTRSMWLGEKRKCATVMIPKTTNGK
SSQNQRMHEYVTNEATVWKGKILLGNAKYVEEYDSVKDRRSNRYEMLPDGGIRSMTLQASHTLRESITAKLVSS*     
>Ctel_44497                                                                     
FRRMREAGELIDIILVFGNKEVPCHKVILAGTCEYFKKIFLTSPNVSTRIPITGVNAQTGIAIVDYLYSGYIDITTDNAK
DLLQASKLFSLVGLIQIIETMLCDKLRPHFATQSFSSTDNCYSYDSRKKAWTTLPPMTVTRQQHGSTHHQGAILIAGGTD
GNGNGLYCKSVERFDLGTNQWSILPPLPHGVLVPSVVSLSNRLFVLGGHLGKSYSGAIYEFDFKRNVWLARASMPDESWC
ASAVAFDEYVYVINGFSYKNLRYDIHQDSWEEIQAPMFDHCVSPAVVWKGKIHTLGGHKEEEKNTMEVLDPQT       
>Ctel_146749                                                                    
MASLHKLQEKEVMTDVTLILPDQSAIPCHKVVLMAASPFFDTMFQSGLKEGAEQNIKLDFADSDIIKTLVEFFYTGDIEL
TEGNIKALV                                                                       
>Ctel_63102                                                                     
CHRLVLMAASPFFETMFRSELKESKQGEIDFDFLNAEIAGKVVDYFYSGEIDINSVNVSDLLEASEYLCLDDLKRHLCDF
MATKVDSTNCIELYRVSHKYGLDKLEPICFAYIVSAFHDVFSSPVSFEGLSEEEVVKVVSDDRLTAQNEDVVFHFVVRWV
NADLDKRKDIFPKVASFVRFPYCSQECLHQMTREPLMINSTCMDFLHEGLSLDVGSKRIELHSKQNARSVPRLGYDATVP
HLMQISVDIHSIRGQICIDESSHTWEWKHCFRAGNPSRQGELEVFFSPKAIHWREVNSCQSRNKSGQKSLSCWSMDTQQI
TKLPWVEPQIPDSTLMFVHEKIFSFGGTKNGQTCEMVESFDPTRRRWNAEPPMIHAVSKPIGVHFDARVYILGGTDADGP
TIFTQEFDPVLSTWRLRSSMPAVCQFGAAVSLNDKVFVVGGEERACFCYKPAMDTW                        
>Ctel_167175                                                                    
MPIQEPFLFKDANRNACLLRGFKELHESSLLFDVTLIVDSKEFECHRSLLASSSDYFRCMFTSDLAERDQREVSISGVDA
TSMELVIKYMYSGEVKLQASTVQNLLSAANLFQLSDLKEGCAVFMGKKLDVDNCIGIHFFAQAHECGDLEFQAWDVITEH
FEEVAQCIEFLDLSAEKFVEIIQYDDLQASEEDVYEAALAWLQHSPEERTSNVYDIFRHVRFSLMDEHYFYDRVKNNTVL
QAEPRIAQMFDEVIRYKLLKNRWMEIDLRLEPRYGADFCRVAVYTAYLDDEKKQVLQLYGQRSDEVTRLHGNVLCDLPSD
IENPALLVTGNNDLYVAGGDQCSSAVYKWCSEDVATFDEIASMTIPRKRFCLVQLDKYIYALGGCNLEGNLSSVIRYSED
NDEWESVASMPKALRCFCAVAYCGKLYVFGGESEKVNKKVLKGRRELNNQTLCYDPRDDKWTTLAQMTIPRALSGCTVYK
NKIYVIGGFGSITESWIKDTSPDNVLDSVEVYDPVTNSWEVGVPLPIPLCAMGIFKYYGTIYVMGGENEEDVSNSVYYLS
DEGVWELKDEMVTGVTEITIHSSYAILNVDVDAD*                                             
>Ctel_167525                                                                    
MKHRSTVSLLSDAQGGSTRSKSSRSSSDSPSENSSSTTTCVADDQVQNPYDDHIYSEISSLSRTPLTFHSKTKRRLSWGD
AAAKHQPRRRDPSDAYASFLDQYPKLTNLDYVPWGEQEVLNILREGRAKSYSGHITVEMMQRLSVMLHRPLVRIAREAQR
FAAMFRRCTRHDLQSAMKVVLSRPLYDSCVQACMKAVALYNMKSGQYTKASKSQHCGLKFSVGRFHRWLLDAKISCRVQE
PAAIFLAACVENLLEEIVLRCLGSSVFSLEALEGGVSLNPDLWGLLQPCEHLVCGRISTGFSAPLSLPPPNNASPGTMSS
LATTAAAAYFEGIETTLLATCVGSVPELGNLVSQVMHHWQNVLAPSSTLRPALTWGADALHALFHYMKCSQMAPSSLQPK
LHQGDMKLCRERPYSLQPPLIEWVRTTLAHTEHRCALVVDGDDVTQAARVLLPSSDCPQRMFKPSVQCWRSTQQTSVQCQ
LQIQQDMAFSMLCIGRSDLLAYALSLLGPGGVDTFNDQGLTPLMCACLHGDEAMVQMLLDAGASVNMAVPSDGHKFPGLI
PDTKHWTALSFASLLSHVSIIQLLIEYGASVEGAGSDDDPLCETPLQIASSAGHYDVVMALLNYGADPYLTSTTSVLSSS
QSGHNAFTLAAMHGHRTIFKKLLANPTSKVDEALSLEEMLAEGQDCISDDYDCASQRRNPQDGCSPLRPFSKTQYKVLQE
AMYHAAEGGHLDIALELRSIGVNWSLHIWSQCLWAAHLLQRKTIIQCLLKDYLATGRHDEINIEFINECLPLMFHIFRNS
KNEVTSQQLANILSSLYGNQPVPPIPTLRGKTIARIDPFYVNNPEMSDIQFVVEGKVFHGHKILLVNASSHMRSLLEEAR
KHTKNSDPASVTKVEIHDIKFKTFEMMMMFLYHGTVDTQGVDTKELLDLLKASHTYKLDSLKRHSEILLSKHLNLDNSSA
VYKHSKVYHANELLAYSEGFFLQNLTHLLNQSDGFRKLLYSYKMLNYDLVNGLLATLCQSLEDKFSMQSKTSTLV*    
>Ctel_219490                                                                    
MGRKPKHSFKPFSRFLLDTLSCLRDEGLMFDIVLQCGETLFRAHRLLLAAYSPLFKQFLTSQVDNFSASKLNIIVPIQNV
GHMRLILDFLYTGTLDLSSNPDLQSLMLDVEKLQIPSLMFYIREIATEHGDGSQFVLKKSEIRANHSLVSEHFYRTDIEN
PVAKDKRAIAKKGWKRVEEEEEEEKEEAIEVVEESLPSAGRRTEMSLRRKQRKRSSNVLNCRYCSFTSMHQSSLSRHMHS
HERKVFRCPLCLKCFANKLNHAHLSCCRKNLKKKKGAHKLKVRPERLQFVDDFLSKRLECRLCCYEARSPVALLEHCITV
HTNFKMHLCVRCKTSFKAQSQREAHQKICGGTKVAPRDQFLFKRWSGCFQCSFCSFRSPRKGVVAQHLHTAHKTCMRCSS
CRKRFANEFDAQTHLKMHPGCHFCDCCGSMHRDRSSLWKHEMLTHGVRKQGFKVVKGLMSCSKCSKGYSSYERLRSHMDS



AHAPGINEEHICGICSYRAVKLTDLQLHLQETHANEGHLICRICKQRFPTQEEITEHVNSVHPGVEITSAESPLKRRKPA
SSSTEKKGLICSLCDEAFPSAELIKCHVEEAHPGVSYSLDPLPVPLRKKYEKRVLTEEYICGLCEQRFEKPEAITQHIQD
FHPGVQVDANTKKIISKQYNTLYQCCYCSYRHHIRSRLLRHEAFHTGNFPLKCKECGYGAFDHATMKRHFRRHNKPMDYM
CHECGKAYNTYSGYRLHVFAHRGEGVHKCPLCGKDFHSPSSKVAHMFDHEGKKAYGCHLCSFECKYPTPMRRHLLQEHNF
KAKKIFPRYHLLSFKARQRTKKFCPELVDQNSTDPIEETAMVEETAPSLEEGAMEGLNIDPVTMVLDMGGQEVVMVDEAT
LSGQSVIFIQDVAQ*                                                                 
>Ctel_93209                                                                     
MDFNDQTEFAKNVTHCRPHLSTDKRKIYEDSTRSGQVLSEMHRFYQDERLCDVNLIVDEEQFACHRLVLAASSLYFERMF
SNGMSEARAKDIRLRNLSPCALKHLIEFAYSSKLCVQKDTVLEIFEAADMLNFPAARMFCQDFLMDQIDINNCLSFITYA
DRFSCEPLYERAKSCAAANFQLICSTAEFLELPKNHLEELLRDDNIEMEYEEHIYEALKKWVLHDDSRLVNFADLFKCIR
LNFVSRWYLIEVISKDELIAQSAECSNIIQSA                                                
>Ctel_85638                                                                     
VSPFFESMFQSGLNERKSRDSPLGFADERTIRMLVKFFYSGEIDVNEENIQSSL                          
>Ctel_207879                                                                    
MGTDITDPTLNNVVYLKAMLDSHMKTFMACLHKMKENDVMTDVTLKLPDGSSVSCHKIVLMASSPFFEVMFESEFKESTT
QDIPLDFADAVTIKTLVEFFYSGEIDVCDDNVQTLVAASEFLCMKDLKDHCDAFMATRVDTSNCIELRRFGKKFNLMRLS
SAAREFILLNFKDVVKCFSDFPTLTENELIEVVSSDELNAENEDLVFSAVVRWVNHDADERKEAFSRVAPLIXFPFCTHE
TLNDAIFVVGGKERSLFSYEPAKDTWTVLSPTQHAYEYCSATAWKGKILVMGRDHAEEYDVEGDTWIPMDKLVPGQTYSC
NADNFILRTFLI*                                                                   
>Ctel_89939                                                                     
MSLNFRNMRHADEMVDVVLVFGETRVKCHRLVLAAACEYFRLMFQTDMQEKAASEIAMKEVSSNTGLQLVEYLYSGNIEI
STENAQELLAASDRLLLVDLKKMVGVFLCGQADTNNCVSLLNLARLYRLESLGGISQQFLTDHWKELIETEEIYQLAEDD
LHLMVIGGMKSANFYLDLVECLDLETLEWSEFPHLPKALLLPSVVYVQKQLFVVGGEPSSTTTSGDVYEFDSAERAWQPR
CPMPQVYKGADAVSVDNKILVLGGVYRVCMQYDPCGDLWIQLQRSQFQHITGRAVVWKDKIVVCGGRDTDSIEEYDPCLD
KWSTWNLKMPFEDMCFALIIKGNV*                                                       
>Ctel_185452                                                                    
MTLHWAKTTFEEPCIFCPPFRGFYHLPILVIQTQQSCHIQSDEKYFRDSLQKIKESNVMTDVTFVLPDDSSIQCHEVVLM
ASSPFFEKMFKSGLKEGSERNVNLDFAAANTIRTLVDFFYSGLILVTEENVKDLVETNEFLCCEHLMNSLQVLVLKMMGA
KLEWCPEKEIPHAVHDPCIVQFQNKVFVFWGIGINRPRMVTQEFDIAMDECRRKKKCLSMIQRTTNCLRKKAYQAVPQTF
PGFTQFVFNVTQVEAEWAFKFSDL*                                                       
>Ctel_213425                                                                    
MNIKSPKLAQVRFHSGVDHFDIINFSRVRAVHKMISMKRSSMESCDVIPASFSQMREAEELTDVSLVFDGTRVPCHKVIL
AGTCEYFKRMFLANLSESTAAEISIGRMSSATGVFIVEYLYSRSREITVENAQEILEASSMLMLDRLKRKVEEFLIRKID
DQNCISLLNIGRLFELKALINTTRMYLTDTLEVAIDTMQMEILQEEDLVYILEHHTSPNVCFSVLQKWVRLAKGSAEQFM
ALLRHVDLNRCSKQFIQSTVMNEEMMKSTQGLLIAQNAAMHKSLIVGDFHQNIWIRDDRDVWKVISRHPMLACKYSACAS
PRGIVFSGGEVCGKPMSECYSFCTRERLWSRLPQMIKARHSHSSIYYKNYLYILGGKRMDQHSTASVEIHNLVTRHRRQL
TPLPESLHYCLVVSVSDRLFVLGGTHSQRGNSRNVYEYDSSQIKWVARASLPEDCNLASASAFEDKVMVVGGERMSCLMY
EPLADCWAMLNRPGLLHCLGASLEFRGQVVLLGGQCNDSIEGYCPGTDKWVKWKLKLPSAGCLCFALEM*          
>Ctel_36920                                                                     
MSNSLYQMRTEEEFVDVVLLFGERKFPCHKVVLASTCEYFHRMFLAGMQESSSAEIAINEIESDIGELIIGYLYSGTLDT
TEENAQRLLAASEMLLLGDLKEKLEEFLCDHIQAANCVSLLSLSRLYKLQELIKDAQNYLNSHCQEILNEGDLVELQEDD
LVGIL                                                                           
>Ctel_63500                                                                     
MREADEFVDITLVFGDRRISCHKVILAGTCDYFHCMFLTDMMESALKEIVMKDISASTGTLLVNYLYTGLIELTTHNAQD
LLVASEMLLLGALKQEIEEFLCRHIEGTNCISLLNFARLYGMKTLLEIARICLYDMDMKEFIDSEEMHLLQEEDFVELLL
LKPNDSQEDRFCLVQKWVRSGEGRAERFACLLEHVRLGECSKQFLRSTVMHEKLMHNTHGMTLIRQLMQTSLRAESRPRR
SLVRWQPMQQPPSQSAFYSVCSFPGGFVVSGGREESRNDIRCRGCYSYNINSNRWNTLPPMPVSRSSHASIYQNNHLYVV
GGMDDKSYMSSVNKLDLKSGEWSPLPSLPKPLQAPYVAFVSNRLFVLGGFNGSISLDVQEYDSRQNAWRGRRAMPERCVG
GAAVSFGDHIYVVGG                                                                 
>Ctel_192349                                                                    
MGTDKTDPTLNAMLDSHMKTFMACLHKMKENDVMTDVTLKLPDESSVSCHKIVLMASSPFFEAMFESEFKENTTQDIPLD
FADAVTIKTLVEFFYSGEIDVCDDNVQTLVAASEFLHTKDLKDHCDAFMATRVDTSNWIELSRFGKKFNLMRLISAAREF
ILLNFQDVVKCFSDFPTLTENELIEVVSSDELNAENEDLVFSAVVRWVNHDADERKEAFSRVAPLIRFPFCNHETLNYVV
SQEPLMGNSECMEFIMEAQNFNMHNHHYLYSPRTVPRRAFNGKRQRLVRFYRDYNGTQCEYADCIDGDSVKWKLLRGDHQ
NINQVIATPSGFIDLPVWGTCFIFTIHRDELIKVPSEMELNFNGQFIFFNGRIFAFSEDNFRASETEAEHTASVRSFRLD
DRTPKWKSEAPMLHALDSFSVVQFNNKIYVFAGRDADGLSTVTQEFDPGLGEWRLRSPMPGVCENHAAVVALNDKIFVVG
GKEQSLFSYEPAKDTWTVLSPTQHAYRYCSATAWKGKILVMGTEHAEEYDVEGDTWIPMDDLCCPTA*            
>Ctel_101877                                                                    
MLDSHMKTFMACLHKMRENDVMTDVTLKLPDGSSVSCHKIVLMASSPFFEVMFQSEFKESTTQDIPLDFADAVTIKTLVE
FFYSGEINVCDDNVQTLVAASEFLCMKDLKNHCDAFMATRVYTSNCIELSRFGKKFNLMRLISAARKFILLNFKDVVKRF
SDFPTLTENELIEVVSSDELNAGNEDLVFSAVVRWVNHDADERKEAFSRIAPLIRFPFCTHETLNDAVSQEPLMGNSECM
ELIREALYFNMHNHHYLYSPRTVPRRAFNGKRQRLVRFYKDYNGTHCEYADCIDGDSVQWKLLRGDHQNINQVIATPSGF



IDLPAGSTCFTFIIHREQLIKVPSEIKLNFQGQFFFFNGRIFAFHEDQFRAPVTTSAFGQFQAFATKWKSEAPMLHALNS
FSVVQFNNKIYVFAGRNADGLSTVTQEFDPGLGEWRLRSPMPGVCENRAAVVALNDKIFVVGGKERSLFSYEPAKDTWTV
LSPTQHAYEYCSATAWKGKILVMGTEHAEEYDIEGDTWIPMDKLMPGQTYRCNADNFILRTFLI*               
>Ctel_89766                                                                     
MWLEQKFCDTVLILDDGQMYAHKVVFAAHSQALAKDFQNFPPGKLLYIKLKDFDPSVVFDLTEYLYTGKLKLTEKNTAGL
YKCALELGITSLLQTVKQQFASYDVNNVFDHLLMCDQAGLHELRDDIMRYISQHFNEIVNTKGFLNLTLSYLLMLLSSDD
LCVMSELEVFYAVVKWVDFQRQDRMTHAEALLKCVRFRLLDPDILATKVETVDWLFRQRRCHEQLVEAYK*         
>Ctel_199969                                                                    
MTQTISSLPAVFLQMKNADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFQTSMLERGSQELVLNDISASTGVLLVDYL
YSGNIVINQHNAQDLLAASEMLLLGALKKNVEDFLLSHTDSVNCISIINLARLYDLKKLLVDARNYLHEHVKEVIETEEM
HLLQEADLIEALEANASHEENFLFIQKWMRSADGRTDRFDDLMQHVSLSQCSKDFVCRTVMEEKLMLSTRGMKFLQQFMQ
SYGSADPPKQPSLAVGNEIGEMWLCTDLNTPQWQPIQQPELQNKYYSACASPGGFVVSGGQSQNGIQHECYSYDAQNGHW
NTLPPMPTARRWHSSIYHNHHLYVVAGCDRGDLNSVEALDMRSLQWNHLPPLPRKVRFAYLAIVSDNLFVLGGCYGDWVA
DVHEFDSTQQTWRQRSPMPEICVAGAAVSFNDHVYVVGGENRSCMRFNPRNNTWTSLQRPQFSHQYGPSLVLNGNIVVFG
GFNPISIEEYSPRTDSWSTCTLKMPPKSVTRSWAFAARMDS*                                      
>Ctel_111686                                                                    
MDTTTSYREDLMTSLQRLRKNHQMTDIDLKLPDRSTISCHKLVLMAASRFFETMFQSGMKESKQREVRVDFSDAVTIKMI
VDYFYSGEIDINVENVQDLVAASEFLCLVDLKRHLGAFMMDQIDAINCIDFYRYARKFSLDKLIKHSLEYIRSNFGQAFR
SSDAFIRLTQDELINVISDYRLEAESEDMVFHCVIRWVSADPKKRTDAFVKIASFVRFPFCTQELLDRLPREPLMMNSAC
LGILSEAMSVRLLGDDQSAYDPRYTGTQCIVRIQSTKCIFTQTPQWLDMHASSVMQSSVLCINCPVSGLFLSPSGIHWIN
EDGFHDKWLADSSKHSSFIWIPPNMTNYGLTFIQEKLFSFGGELNGVHCPIVQSLDQIESKWKPEPSMLQPCSNPYVVHF
ESKIYVLGGIDAYGASLFTQEFDPVWKTWQLKAEMPGVCSAGAAVSLNENIFVVGGTERVCFQFTPSTDTWAVLSRPIYA
HNETAAATVWKGHILLCGKYHGEDYNPKTDAWSACDALIQGNGYDPPSRMMLCTTFK*                      
>Ctel_73105                                                                     
QMKDADEFVDITLVFGQQRIACHKVILAGMCDYFRRMFLTNMLEKGSQEVVLKDISASTGVLLVEYLYSGNIDITQLNAQ
DLLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKMLLADARSYLHEHVKEVVESEEMHLLQEGDLIEVLE
ANASQEENFLFIQKWMRSAEGRTDRFDDLMQHVSLSQCSKDFVCSTVMAEKLMHNTRGMTLIQEFIRLYRSADPPKQPAC
ASPGGFVVSGGASLNSNQRECYSYAAQNGQWNTLPPMLTARRWHSSIYHNYHLYVVGGYDGSPLNSVEALDMRNLQWNHL
PPLPREVRFAYLAIVSDNLFVLGGCYGDWVADVHEFDSTQQTWRQRSPMPEICEWGAAVSFDDHVYVVGGSERSCMRFNP
RNNTWTSLRRPQFSHKYGPSLVLNGNIVVFGGFNDDSIEEYSPRTDAW                                
>Ctel_205505                                                                    
MAVLLTSEDLFELILISAPLCEKEVNVLKEMTEEVERCINFSEPWQYADITFLVEDKKIFASKMILCLWSPVFEAMFSHD
FKEKNASEITLPGKKFKDIEHLMKVLHPPNEEITDDNVSILLPLLQEYQIDAILKRAEDYLCSQCSSIKNFLLAQKFNLK
ELYESNLSYLKRAPIARLKSQPNFDEMDKEFLVELLMEKCLKFEQNLESLREVRMVLERKKPTTFPGMHLLCEDCTNARQ
QQVDCDGCMKSCCKKITEILRNLEK*                                                      
>Ctel_83392                                                                     
KIPCHKVVLAGTCDYFRTMFVTELTESRSDEVQISEISADIGLTLVNYLYSGTIEITEQNAQALLAACNMLLLVDVKKDI
VKFLSRQICNSNCVSLMNLARFYELDSLRKAAHKFLTKHWTELIDTKEMGELQEDDFVELLKSLGSQEDRFRFLQNWIRL
GGSDKDDRFSDLIEHVTLSKCSKEFICNVVMEEERMNHPKGMKLIQKAMQALMLADQPTTSSLESLAQWRTLPNMNIPRF
GHSSIYHKDELYIVGGMESKHGYLDFVERLDAKSLKWEDLCDLPLGLSTPMLVIVKDKLFVLGGVKGGGHSKMVLVYHDD
AWEERNSMPEECRRGAAVEFDGFIFVVGGRNIGNRAKSQCFSYVAQVKQWRTLPNMRLPRYAHSSIYHKDMLYLVGGMVS
QNEYVNSVERLDTKLLNWVDLRDLPGVQGLSNALLVIVNDRLFVLGGLTRSCHNKMVMEYHFENDAWEERNSMPEECRRG
AAVEFDGFIFVVGGQEKSC                                                             
>Ctel_55892                                                                     
LKQLNEMQKEQHLTDVVLYTGEKEIHCHRTVMAAASLFFKKMFTSGMKESREGEVHLQEIDFNALSLIVRASYGEKLKLN
GDNVQSILEASDRLEMREYIDDCIIYMCNHMDSDNCLDLYLISKKYSHDQLKRSVVEYLVFGDNFADCMTCSDS      
>Ctel_227008                                                                    
MDTRTSYKDAFMSSLRSLRDDGTCDVTMKLRNSHTIDCHRLVLMAASPFFKTMFRSGLRESTQREVDFDFPSSEIAVVII
DYFYSGEIDINSNNVQDLIAVSEYLCLDDLKKHLCAFMTTKVDSTNCMEFYRFSRKFNLGKLVTLCLEYILSHFDEAVTP
PKRFDELSEEELIEVVSDDRLTSKNEDIVYHSIVHWVNADLNTRKEVFPRLASLIRFPFCSAECLSSMTREALMINPTCM
EFLHEGLCFDVRSKRIELHFKQNARQLPREGYEATNPHLMQILMNESNLIGRTWTDVRGSTCVWDEFFNKRIQGKVEVFF
SPNAIHWKEARGSPTQSSREMLHTLHLETLRLNSTAWMEPHMSEYTLKFIRERIFAFGGTQYGQPCEMVEFLDQTGKWTP
ESPMLHPVSKPYVVHFDAKVYVLGGFGADGPSLLMQEFDPIWSTWQLKEPMPGACQSGAVLSLNDNIFVVGGSERACFIY
TPAADTWSVLSQPDHVHNISATAAALHGHIMLCGLSCAEMYNIKDDYWSPCNELLIPNTQRHHGGLALCTTRTTDLKPHA
SSSQSNVSHFFKTPRPEFVIIDSCSCLKDSNRDFVKMDTRTSYKDAFMSSLRSLRDDGTCDVTMKLRNSHTIDCHRLVLM
AASPFFKTMFRSGLRESTQREVDFDFPSSEIAVVIIDYFYSGEIDINSNNVQDLIAVSEYLCLDDLKKHLCAFMTTKVDS
TNCMEFYRFSRKFNLGKLVTLCLEYILSHFDEAVTPPKRFDELSEEELIEVVSDDRLTSKNEDIVYHSIVHWVNADLNTR
KEVFPRLASLIRFPFCSAECLSSMTREALMMNPTCMEFLHEGLCFDVRSKRIELHFKQNARQLPREGYEATNPHLMQILM
NESNLIGRTWTDVRGPTCGWDVRGSTCVWVECFNKPIQGKVEVFFSPNAIHWKEASGSRTLSSREMLHTLNLETLRLNST
AWMEPHMSEYTLKFIRERIFAFGGTQNGQPSEMVEFLDQTGKWTPESSMLHPVSKPYVVHFDAKVYVLGGFVADGPSLLM
QEFDPIWSTWQLKEPMPGACQSGAVLSLNDNIFVVGGSERACFMYTPAADTWSVLSQPAHVHNISATAAALHGHIMLCGL
SCAEMYNIKDDYWSPCNKLLIPNTQRHHGGLALCTTRTTDLKPHASSSQSNVSHFFKTPRPKSVIVDSCSCLKDPNPDDA



ECVIENNHVLPNLRAIQRKSIGHRPKKKTKKKTMKGCPSRLLDEN*                                  
>Ctel_76876                                                                     
MTDVTLILPDQSAIQCHKVVLMAASPFFETMFQSGLKEAAEKDIKLDFADSGTIRSLMKFFYTGDIKLTAENIKAIVAGS
EFLYCQHLKAHCEEFLMGNVGLSNCIDYYQFGKVFNLKVLIKTAFDFVLSKFREFREISNFDKLTEDELAEVVSCDRLNV
ENED                                                                            
>Ctel_200443                                                                    
MKESNSDEIEIKGIGDSTGLLVDYLYSETIQITDENAQALLAASDMLLLSDRKDHTKEYLCDHIEAKNCISLLKFSRLHE
LQDLIQVSMKFLTDYWQVVMLEGEIVNLQEDDLTDILSTCESEEDRFRLLQKWTKFNEERSKGFMGLVDLVKMSSFSKKI
INSTVLGRRANAELKRESNAFKRLYTQLIYRLKGDRASNDKKRKTTLLVIGKGTVFEFSVSQYLIVHSIFYYLHFFKSSV
VFTSQKHLDSENGYVKDDCIILEATIVADSPTDPCEVCPKSACIRTQMLGCGSV*                         
>Ctel_226967                                                                    
MYIFSTRDPTRNKKARSCAERVSVSQKGTQVSDSSKAAISYGSADRYFLSVRRTTAEFNAGEKTRAVSDQLKTEMSGLNL
DSHVKAFMASLRKLQEKEVMTDVTLILPDQSAIPCHKVVLMAASPFFDTMFQSGLKEGAEQNIQLDFADSDIIKTLVEFF
YTGDIELTEGNIKEIVAGSDFLCCEHLEAHCEEYLIETVDLSNCISYYQLGKVFDLKLLINTAFDFIMFKFQKFREISDF
NILTEDELVEVVSCDRLNVENEDVVFEAVVYWVNADPDAREEVFPRIAPLIRFPFCSETALTENICCNTLMQTSGCIDFA
HEALWSQFHLNCRPPIHNARCIPRHAFYCLFQLIELKFSKQVALRVASYIDGSGIKWETVMPRIAQTCQKFITSPFGLYL
IDNNDCYFVEHKLRRVTPLPWKPVDLDSTLAFINGRIFAFGGWPASKSVKSINLKESNPEWKSEQDMLSGEYKPLIVQFA
NKVYAFGGWRTRVTQEFDPASNEWRMRSEMPWISYGTAVAFGNVAVALDDAAVALGDKIYIFGNHGYSYDPENDKWEVLS
KPTHAYSSLPSATVWNGKILLGNRDHAEEYDPVADRWSNRDELLPDWDINKMILHASCTLRGNE*               
>Ctel_89870                                                                     
MTQTISSLPAVFLQMKEADEFVDITLVFGMQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISANTGVLLVEYL
YSGNIDITQLNAQDLLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKILLADARSYLQEHVKEVVETEEM
HLLQEGDLIEVLEANASQEENFLFIQKWMRSVEGRTDRFEYLMQHVSLSQCSKDFVCNTVMAEKLMHNTRGMTLIQEFMR
SSGSADPPKQPSLAVGNDGGEIYSACASPGGFVVSGGRSQNGIQRECYSYAAQNGQWNTLPPMPSARRSHSSIYHNHHLY
VVGGWDDRSYLNSVEALDMRNLQWNHLPPLPREVYFAHLAIVSDNLFVLGGCCGLICFTDVHEFDSTQQTW         
>Ctel_212216                                                                    
MTQTISSLPAVFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLLVEYL
YSGNLDITQLNAQDLLAASEMLLLGALKKKVEDFLLSHTDSVSCISIIYLARLYDLKTLLADARSYLHKHVKEVVETEEM
HLLQEGDLIEVLEANASQEENFLFIQKWMKSAEGRTNRFEDLMQHVSLSQCSKDFVCRTVMAEKLMQNTRGVQLLQQFME
SYGSADPPKQSSLAVGNLSGEMWLCTDLNTPQWQPIQQPPFQIRSYSACASPGGFVVSGGASQNISQRECYSYYAQNGHW
NTLPPMPTARYNHSSIYHNHNLYVVGGFVNHRCLNSVDALDMRSLQWNHLPPLPREVSNAYLAIVSDNLFVLGGCNSDWN
CAADVHEIDSTQQRWRQRSLMPERCDGGAAVSFDDHVYVVGGRERSCMRFNPRNNTWTSLQRPQFKHIDGPSLVLNGNIV
VFGGQFNDSIEEYSPRTDSWSTWTLKMPQKYHDWAFAVRMDS*                                     
>Ctel_89672                                                                     
MREAEQLVDVHLVFDGTRVPCHKVILAGTCEYFKRMFLTNMSESVATEVSMRGISSTTGPLIIDYLYSKKTEITVDNAQG
LLEASGILMLDTLKQNVEKFLLEEIEVENCVPLLNLGRLYEMNLLLEATRKFLFDHLDEAIDTVEMKELREEDLVHVLRN
HASQETCFCMLQKWVRCTDGNADHFTELLQHVQLSECSKQFITSTVLGEEMMASAQGLQIIQRTLQAKDWKLIERCSRFT
SIYYSACASPEGIIFSGGDRDDKPRNQCFLFCAKEREWRTLPPMIKARYYHASIYHNSHLYIFGGRFTDTSYTASVEALN
MKTLEWSQLSSLPFALTDCHAVCASNKLFVLGGEDSSSTFSTEVHHYDSPLNTWRSCAPMPEDCYGGSAASFHDRVFVVG
SRNKSCMVYDPRVDSWTMLQRPQMEHMWGASLEWNEKIVILGGEVDSIEEYCPESDQWSKWDLKMPTQNTMCFALKI*  
>Ctel_106678                                                                    
MTSNTFCDITLVVDDVSFPCHKVILSAASTYFSAMFQSGMKEANADKVQLKFCEAETMKVLLEYFYTGSIAINEDNCQAL
IEAAGHLNLEDAKIDCETYMVSQIDSPNCIGFLRFAKAHDLKELLQTSQRHLLDNFEEVVMKSEEFVEMSEDELVDLISD
DRLNTQDEDLVFISVQKWVEASNIQRREIFPRIAKYIRFSFCSNDFLIRLMYQEGLMKNPECKDLLNRASYSVFVPEKK 
>Ctel_196552                                                                    
MESSLPAAFSEMREAEQLVDVHLVFDGTRVPCHKVILAGTCEYFKRMFLTEIRETEVSMKGISSTTGPLIVDYLYSKKTE
ITVDNAQGLLEASGILMLDKLKQNVEDFLLEKIEVENCVPLLNLGRLYELKLLLEASRKFLSDHLDEAIDTVEMKELREE
DLVHVLRNHASQETCFCMLQKWVRCTDGNAEQFTELLQNVQLSECSKQFITSTILGEKMMGSEQGLQIIQRTLQTGQQFH
QNKSLAIGDFEGKFWVRAESADKEDWKLIERCSLFTSIHYSACASPEEEYWINEDDDKEPDSDDDCDCDLELLRPPAVTT
LGLLSQATIKTWMIIEGTVSTGQCDTLKIEIAFSADGSNCLLRLIARQF                               
>Ctel_130853                                                                    
MKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGFQEVVLKDISASTGVLLVEYLYSGNIDITQLNAQD
LLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKTLLADAQNYLHEHVKEVIETEEMHLLQEGDLIEILEA
NASQEENFLFIQKWMRSTDGRTERFDDLMQHVSLSKCSKDFVCRTVMAEKLMHNTRGMTLIQEFMESYRSADPPKQPSLA
VGNRSGKMWLCTDCNTPQWQPIQQPPFKIQDYSACASPGGFVVSGGLSQNDVQRECYSYDVQNGHWNTLPPMPTARIEHS
SIYHNHHLYVVGGCYRSWWHDGRPLNSVDALDMRNVQWNHLPPLPRKVSNAYLAIVSDNLFVLGGCNSDLNCVADVHEFD
STQQTWRQRSPMPEICAGGAAVSFNDHVYVVGGEDRSCMRFNPRNNTWTSLQRPQFKHYFGPSLVLNGNIVVIGGDGNDS
IEEYSPLTDSWSTWTLKMPKKGSIWRFAARMDS*                                              
>Ctel_39183                                                                     
SSHKIVLMASSPFFEAMFQSEFKESTTQDIPLDFADAVTIKTLVEFFYSGEIDVCDDNVQTLVAASEFLCMKDLKDHCDA
FMATRVDTSNCIELSRFGKKFNLMRLISAARKFILLNFKDVVKRFSDFPTLTENELIEVVSSDELNADNEDLVFSAVVRW
VNHDADERKEAFSRIAPLIRFPFCTHETLNDAVSQEPLMGNSECMELIREA                             



>Ctel_146450                                                                    
MNVPHACYVVQEMNKQRLTNTTACDFALISNGQKFYAHKGVLVAVSPYFKTKFKDCYRDSSNSEEELPPVEGKHVQVFME
YVYTGSLFLDDAAIEDILTLADYLCVEDLKTKCGQYLLE                                         
>Ctel_101946                                                                    
MTQTISSLPAVFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLLVEYL
YSGNIDITQLNAQDLLAASEMLLLGALKKKVEDFLLSHTDSVNCISMINLARLYDLKTLLTHARNYLQEHVKEVVETEEM
HLLQEGDLIEVLEANVSQEENFLFIQKWMKSAEGRTDRFEDLMQHVSLSQCSKDFVCNTVMAEKLMHNTRGVQLLQQFMR
SSGSADPPKQPSLAVGNRSGEMWLCTDLNTPHWQPIQQPPFQIKYYSACASPGGFVVSGGASQNISQRECYSYEAHNGQW
NTLPPMPSARRSHSSIYHNHHLYVVGGYDGSYLNSVDALDMRNLQWNHLPPLPREVRLAYLAIVSDNLFVLGGFCGDWIA
DVHEFDSTQQTWRQRSPMPEICYGGAAVSFNDHVYVVGGRERSCMRFNPRNNTWTSLRRPQFNHRDGSSLVLNGNIVVFG
GQFNDSIEEYSPLTDSWSTWTVKMPKEGSVWRFAARMDL*                                        
>Ctel_63864                                                                     
MVDVVLVFEETRVKCHRLVLAASCEYFRRMFQTDMQERDAPEIPMKDVSSTTGLLLVEYIYSGNIEMSAENAQEFMAVSD
RLLLTKLKKNVEEFLCEHVEATNCVSLKNFARLYGLESLLEVTHRFLTNHWKKLIDMQSKIDELTEDDLITLLTTYGSDE
DSLLLLQKWVRSSHGRFDRFMDLLQSIERTLFSKEFIVTSSSDGFIVSGGLANKTPKRECYAYVTHTRQWRTLPPMSDGR
YYHSSICDQDEFIVIGGSIIEKYHFDSVQCLNLKTLEWGQFPDLPQARCLSNLLHVQNQLFVVGGYLTKTTTARDIYKFD
STEREWQTGSPLPEKCGSAGAVSFDNKIFVVGG                                               
>Ctel_137808                                                                    
METSLPAAFSEMREAEQLVDVHLVFDGTRVPCHKVILAGTCEYFKRMFLTNMSESVATEVSMKGISLTTGPLIIDYLYSK
KTEITVDNAQGLLEASGILMLDKLKQKVEKFLLEKIEVENCLPLLNLGRLYELKLLVEASRKFLSDHLDEAIDTVEMKEL
REEDLVHILRNHASQETCFCMLQKWVRCTDGKAEQFTELLHHVQLSECSKQFITSTVLGEEMMASAQGLQIIQRTLQTSQ
QFNQNKSLAIGDFEGNFWVRAESADKEDWKLIERCSRFTSDYYSACASPEGIIFSGRDREGKAKNQCFLFCAMEREWSIL
PPMIKARYYHASIYHNSHLYIFGGRFTETSYTASVEALNMKTLEWSQLSPLPLALTNCHAVCASNKLFVLGGTDSSCTSS
RGVHHYDSALNTWRSCTPTPEGCLDGSATSFHDRVFVVGGRSKSCMVYDPRVDSWTMLQRPQMEHMWGVSLEWNEKIVIL
GGEVDSIEEYCPESDQWSKWDLKMPTKNLMCFALKI*                                           
>Ctel_89177                                                                     
MASHPKTLLTSLQKIRDNGLMTDVTLKLPDDSTILCHKLILIAAIPYFEAMFQSGLKESQEQEVELKFSDADTIRMLVEY
IYSNEIEITEDNVETLVDASELLLLNDLKISCEDFFVEYTLSIEGESVKW*                             
>Ctel_38688                                                                     
MRTANELVDVVLVFGELRLACHKVILASSSYYFRRMFSGGLRESQSDEVAIKGIDAKTGKLLVKYLYSGKIDITEENAQN
LLFASNMLLLDDLKAASEEFLCEHIQPSNCVSLLNLSHLYEIKDLVKRAQQFITDKWAEIS                   
>Ctel_38749                                                                     
MREAGQFVDITLVFGEQRIACHKVILAGMCEYFHRMFLTNMLESESKEVVMEGISATIGCLLVDYIYTGCIKITTQNAQD
LLAASEMFFLGSLKLIVEEFLCTHTESTNCVSTINLARIYDMKTLLADAKKYLYEHVNEVIDTEEVHLLQEEDLVGVLEA
NGSQEDNFCFLQKWMR                                                                
>Ctel_214573                                                                    
MTQTISSLPAVFFQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLNDISASTGVLLVNYL
YSGNIDITELNAQDLLAASEMLLLGALKKKVEEFLLSYIDSVNCISIINLARLYDLKILLADARNYLQEHVKEVVESEEM
HLLQEGDLIEVLEANVSQEENFLFIQKWMRSAEGRTDRFNDLMQHVSLSQCSKDFVYRTVMAEKLMHNTRGVQLLQQFMR
SYGSADPPKQPSLAVGNYEGEMWLCTDLNTPQWQPIQQSPFQIMRHSACVSPGGFVVSGGQSQNIIQRECYLYEAQNSQW
NTLPPMPTARRSHSSIYHNHHLYVVGGCDDRSELNSVDALDMRNLQWNHLPPLPRKVFFAYLAIVSDNLFVLGGCNDEWV
ADVHEFDSTQQTWRQRSPMPEICVVGAAVSFNDHVYVVGGENRSCMRFNPRSDTWTSLQRPQFNHWRGPSLVLNGNIVVF
GGFNDDSIEEYSPLTDSWSSWTLKMPQKPLGWAFAVRMDS*                                       
>Ctel_130076                                                                    
MFLTNMLERGSQEVVLNDISASTGVLLVEYLYSGNIDITQLNAQDLLAASDMLLLGALKKKVEDFLLSHTDSVNCI    
>Ctel_140661                                                                    
MTQTISSLPAVFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFHRMFLTNMLERGSQEVVLKDISASTGVLLVEYL
YSGNIVINQHNAQDLLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARFYDLKTLLTDARSYLHKHVKEVIETEEM
HLLQEGDLIEVLEANASQEENFLFFQKWMRSAEGRTDRFEDLMQHVSLSQCSKDFVCNTVMAEKLMHSTRGVTLIQEFMQ
SNGSADPSKQPLLAVGNRNGEMWLCTDLNTPQWQPIQQPPFKIQNYSACASPGGFVVSGGEFQNIIQRECYSYYAQNGQW
NTLPPMPTARTNHSSIYHNHHLYVVGGYDGSPLNSVDALDMRNLQWNHLPPLPREVYFAYLAIVSDNLFVLGGFCGDWVA
DVHEFDSTQQTWRQRSPMPEICEWGAAVSFNDHVYVVGGEDRRCMRFNPRNNTWTSLQRPQFDHGCGPSLVLNGNIVVFG
GFNDDFIEEYSPLTDSWSTWTLKMPKSWSIMRFAVRMDS*                                        
>Ctel_132731                                                                    
MKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLNDISASTGVLLVNYLYSGNIVITKLNAQD
LLAASEMLLLGALKKNVEDFLLSHTDSVNCISIINLARLYDLKTLLADARSYLHEHVKEVVETEEMHLLQEGDLIEVLEA
NASQEE                                                                          
>Ctel_39952                                                                     
MRQAEQLVDVHLVFDGTRVPCHKVILAGTCEYFNRMFLTKMSESAATEVSMKGISSTTGPLIIDYLYSKKTEITVDNAQG
LLEASGILMLDKLKQNVEKFLLGEIEVVNCVPLLNLGRLYELKLLLEASRKF                            
>Ctel_120272                                                                    
MLLTPCLFCLQTPPLSIMTQTISSLPAVFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEV



VLKDISASTGVLLVEYLYSGNIVITQLNAQDLLAASEMLLLGALKKNVEDFLLSHTDSVNCISIINLARLYDLKLLLADA
RSYLQEHVKEVIETEEMHLLQEGDLIEVLEANASQEENFLFIQKWMKSAEGRTDRFEDLMQHVSLSQCSKDFVCRTVMAE
KLMHNTRGMTLIQEFMESNGSADPPKQPSLAVGFVVSGGRSQNISQRECYSYDAQNGQWNTLPPMPTARRSHSSIYHNHH
LYVVGGYDGSYLNSVEALDMRNLQWNHLPPLPREVRFAYLAIVSDNLFVLGGF                           
>Ctel_141587                                                                    
TYFRRMFLTNMLERGSQEVVLNDISASTGVLLVNYLYSGNIDITQLNAQDLLAASKMLLLGALKKKVEEFLLSNTDSVNC
ISIINLARLYDLKILLANARNYLHEHVKEVIETEEMHLLQERERERETSFISLEQVLHIQSDK*                
>Ctel_48390                                                                     
MKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLNDISASTGVLLVEYLYSGNIVITQLNAQD
MLAASEMLLLGALKKKVEEFLLSYIDSVNCISIINLARLYDLKILLADARNYLQEHMKEVVESEEMHLLQEGDLIEVLEA
NASQEENFLFIQKWMR                                                                
>Ctel_103978                                                                    
MKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLLVEYLYSGNIDITQLNAQD
LLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKILLADARSYLQEHVKEVIETEEMHLLQEGDLIEVLEA
NVSQEENFLFIQKWMK                                                                
>Ctel_85541                                                                     
ELVDIDLVFGDARFPCHKVVLASTSDYFRQQFSSNEVVMKGIDEETGKLIVNYLYTGEIDINDENVKNLLSASEMFQLND
LKAECEKFLCKHIQLSNCVSLLNLSHRYELKDLAEKSRQFVTENWTELPDDSIIELKKEDLESILIERLHENPENHFACL
QIWVKSDKERDEQFVELVQHVDLSRCSP                                                    
>Ctel_40445                                                                     
IFCHKVILAGMCDYFHRMFLTGLFESGRQEVIMQEISAATGLLLTDYLYTGQIEITTLNVQDLLAASDMLLLGDLKQKVE
GFLCSHIEPKKCVSI                                                                 
>Ctel_135854                                                                    
MREAGELVDINLVFGDHIISCHKVILAGRCDYFHRMFLINMLEKNSTEVVMKEINARTGILLVRYLYTGLIEITTDNAQD
LLSACEMLLLGALKQDVEEFLCSHTESNNWYQL*                                              
>Ctel_66668                                                                     
DITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLLVEYLYSGNIDITKLNAQDLLAASEIL
LLGALKKNVEDFLLSHTDSVNCISIINLARLYDLKTLLADARSYLHEHVKEVVETEEMHLLQEGDLIEVLEANASQEENF
LFIQKWMKSADARTDRFEDLMQHVSLSQCSKDFVCNTVMAEKLMHNTRGVQLLQQFMRSSGSADPPKQPSLAVGNDGGEM
WLCTDLNTPQWQPIQQPPFQIWCYSACASPGGFVVSGGESQNSNQRDCYSYHALNDQWNTLPPMPTARRSHSSIYHNHHL
YVVGGLDGCIIFNGRPLNSVEALDMRNLQWNHLPPLPREVCSAHLAIVSDNLFVLGGFFGGYCGDWVADVHEFDSTQQTW
RQRSPMPEICDGGAAVSFNDHVYVVGGSKRSCMRFNPRNNTWTSLQRSQFSHTCGPSLVLNGNIVVFGGSNHDSIEEYSP
LTDSWS                                                                          
>Ctel_86950                                                                     
IRMLVEYIYSNEIEITEDNVETLVDASELLLLEDLKISCEDFITKILNVSNCCQFCKLGRKYRIENLVANSLEFIASHFE
NVKSSNFNQLSEEDVVEVISDDRLTAKNEGVVFQVVARWVEADPEAR                                 
>Ctel_203932                                                                    
MYYKCDYFHRMFLTGLLESGRQEVIMQEISAATGLLLVDYLYTGQIEITTLNAQDLLAASDMLLLGDLKQKVEDFLCSHT
EPKNYAKKYFHEHLIDIFDEEEIHLLQEEDLFEVLDTNTSQEDNFCLT*                               
>Ctel_106365                                                                    
IFCHKVILAGMCDYFHRMFLTGLFESGRQEVIMQEISAATGLLLTDYLYTGQIEITTLNAQDLLAASDMLLLGDLKQKVE
DFLCSHIEPKKCVSIINLARLYETKTLFADAKKYFHEHLIDIFDEKEIHVLQEEDLFEVLDTNTSQEDNFCLT*      
>Ctel_111345                                                                    
MASHLQSHQESFMNHLKLMKEDDIHTDVTLTLSDESSIKCHRLVLMASSRFFRAMFQPGSKEVAKKDVKLDFGDADSIRT
LVDAFYTGEIHATQENVKALVIACDFLSCDHLKAYCEEYLAAHLTSSNYIDLYNFGKLYNLQKVLSSAFGLILENFQEFT
KTPDFGQLSEDDLLEILTDDGLNAENEDVVFEAVLRWVHLDLDLRQRLFPKLAPHIRFPFCTTANLTHSICNDRLVLDSG
CIGLAVEALKSQ                                                                    
>Ctel_131535                                                                    
MKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLNDISASTGVLLVEYLYSGNIDITQLNAQD
LLAASEMLLLGALKKRVEDFLRSHTDSVNCISIINLARLYDLKTLL                                  
>Ctel_118653                                                                    
MTSYPKTLLTSLQKMRDNGLMTDVTLKLPDGATISCHKLILIAASQYFEGMFQSGFMESVEQEVELKFSDADTIRMLVEY
IYSNEIEITEDNVETLVDASELLLLEDLKINCGDFITKILNVSNCCQFCKLGRKYRVENLVANSLEFIASHFKKVESSNF
NQLAEEDVVEVISDDRLKAKNEEVVFEVVVGWVEADPEAR                                        
>Ctel_41768                                                                     
FVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLNDISASTGVLLVNYLYSGNIVITQHNAQDLLAASE
MLLLGALKKKVEEFLLSHIDSVNCISIINLA                                                 
>Ctel_64361                                                                     
QEKEVMTDVTLILPDQSAILCHKVVLMAASPFFETMFQSGLKEGAEQNIKLDFADSDIIKTLVEFFYTGDIELTEGNIKA
LVAGSEFLCCKHLKAHCEEYLVDTVDLSNCIDYYRYGQVFNLKLLIKTAFDFILFKFRDFREISDFDKLTEDELVEVVSC
DRLNAENEDVVFEAWKTEKEMLHALRQPYVVQHASKIYVFGGDQVLGYFSQASLVCQEFDPASNEWRLRSEMPGYCRDGA
AVALNDRIYVVGGRKRVCFSYDPANDEW                                                    



>Ctel_86006                                                                     
LVEFFYTGNIELTEGNIKALVAGSDFLCCEHLKAHCEEYLVDTVGLSNCIDYYKYGRVFNLKLLIKTAFEFLLSKFREFK
EISDFDKLTEDELVEVVSCDRLNAENEDVVFEAVVHWVNADPDARK                                  
>Ctel_187794                                                                    
MSGLNLDSHLKAFVASLHKLQEKEVMTDVTLILPDQSAIPCHKVVLMAASPFFDTMFQSGLKEGAEQNIKLDFADSDIIK
ILVEFFYTGDIELTAENIKALVAGSEFLCCKHLRAHCEEYLVDTVDLSNCIDYYRYGQVFNLKLLIKTAFDFLLSKFREF
KEISDFNILTEDELVEVVSCDRLNAENEDVVFEAVVHWVNADPDARKEVFPRIAPLIRFPFCTQTALADKICCSSLMLKS
ECIQLAHEALLSQFHFNCGPPLDNARCIPRQAFHSTPSLYRLIQSNSPNIISLSVASFVDGSGIKWKTILPCITTTFARV
ITSPSGLYLINDNECYFVQPKLKRVTSFPWKPVNQYSALAFIDGKIFAFGDAPASKSVKSINLQELNPEWKSEQEMLHAV
DMPLIVQFANKVYAFGGYQTTVVTQEFDPALNEWRMRSQMPGPCYWGCAVALGDKIYVVGGREKIELLLSEKHLRSTDLP
KYRVMCQKMGLKYSAMQRFTPDSSWL*                                                     
>Ctel_218846                                                                    
MAAAHANVRETDGAWSESSDCLTLDFGPFETVHRWKRMPECDVFVGARRSKHTVVAYKGALFVFGGDNGENMLNDLLRFD
VKDKSWGRAFTTGAPPAPRYHHSAVVHESSMFVFGGYTGDIHSNSNLTNKNDLFEYKFATGQWLEWKFEGRRPEPRAAHG
AAVYENELWIFAGYDGNARLNDMWTISLQGDAKRPRHWDEVCQIGDIPPTCCNFALTVARDSMFVFSGQSGAKITNDLFR
FHFKQKEWTRISTEHILRGAPPPPEKRYGHTMVSYDRHLFVFGGATGQTLPNELHCYDLDSQTWSIIEPSQDSQVPNGRL
FHASAVVQDAMYIFGGTVDSNVRSGENYRFQFSSYPKCTLHGDYGHLLDQKLFCDIDFIIGKEGEKIEAHIALVAARSAW
LRNRIRQALEQFKNQKVKSVDEEKEEKGSSLHPQVILPDADPRAFDLVLSYIYTDRIHPTKQGQDPNSNEVVLLMMDVYR
LAVQFQMSRLEHLCIQYLEAFIGHRNVLSALQNAAKLKLDYLKEYCLKFIVKDSNYNQIVMSKEFEFLEQPLMVQIIRRK
QLPPVRPLSDIHHIDLLSATLEKDLTHFLSSVGREFCDITLMLDNVPVPAHKAILAARCSYFEAMFRSFMPEDNTVKISI
GETVPSKQAFDSLLRYIYYGEVTMPPEDSLYLFSAPHFYGFTNHRLQAYCKHNLEMNVSFKNVVQILEAADRIQAHDMKK
HALSIIVHHYPKVAKLPQIRLLSRELLLDILDALAQDMALKESRYLSDISSLGDDSLSLNFHH*                
>Ctel_74802                                                                     
DITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDTSASTGVLLVEYLYSGNIVITQQNAQDLLAASEML
LLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKILLADARSYLHEHVKEVIETEEMHLLQEGDLIEVLEANASQEENF
LFIQKWMRSAEGRTNRFDDLMQHVSLSQCSKDFVCRTVMAEKLMHNTRGMTLIQEFMESSADLAVGNRSGEIWLCTDLNT
PQWQRIQQPPFQIKYYSACASPGGFVVSGGASQNIILRECYSYYAQNGQWNTLPPMPTARREHSSIYHNYHLYVVGGFVN
HRRLNSVEALDMRNLQWNHLPPLPREVDFASLAIVSDNLFVLGGCSGLNWVADVHEFDSTQQTWRQRSPMPEICGGGAAV
SFDDLVYVVGGRERSCMRFNPRNNTWTSLRRPQFSHKYGPSLVLNGNIVVFGGQFNDSIEEYSPLTDSW           
>Ctel_96470                                                                     
MTQAISSLPAVFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLLVEYL
YSGNIDITQLNAQDLLAASEMLLLGALKKNVEDFLLSHTDSVNCISIINLARLYDLKTLLADARSYLHEHVKEVVEAEEM
HLLQEGDLIEVLEANVSQEENFLFIQKWMKSAEGRTDRFDDLMQHVSLSQCSKDFVCNTVMAEKLMHNTRGVQLLQQFME
SYGSADPPKQPSLAVGNDDAEMWLCTDLNTPQWQLIQQPPFHIALYSACASPGGFVVSGGRSQNGIQRECYSYAAQNGQW
NTLPPMPTARFNHSSIYHNHHLYVVGGCDGYDIFDRSDLNSVEVLDMRNLQWNHLPPLPREVRLAYLAIVSDNLFVLGGF
CGLNWVADVHEFDSTQQTWRQRSPIPERCERGVAVSFNDLVYVVGGRNRSCMRFNPRNNTWTSLQRPQFSHWRGPSLVLN
GNIVVFGGQGNDSIEEYSPLTDSCPRGH*                                                   
>Ctel_151321                                                                    
MIPVATRSLSFSNHAPRAFQVMHELLQRKELCDVTLQVGSREFRAHRIVLAGCCPYLRAMFTNGMLETGQNVVTLQDLDE
ELMETLLEYMYTGCVTISTTNVQSLLQGASLLHLTDLHRACCQFLQLHIDAANCLGIHAFADVYSCTELESVSRRYINQH
FSEVIHHEEFLNLPECRLVELLSSDHLQVSSEEQMFEAALMWVNWVPSERQALMCGLMKQVRLPLLSDEFLENVVLQTEI
VHGCPKCQSLVASAMHTKADPTSLSLISPRSQPQGIYVIGGRNSSDCQLKSMEKYDFLRDEWVTMGNMQIARTAVGAATL
NGLVMAVGGECALAEPQDETMYLRCVEAYNPRLKEWLPLADMKVARSFASVCVSGDYLYALGGEDRTSTFNVVEKYDYKA
NSWSFVSSMQRKRAGSGVAVCDGRIYMAGGYDKSFHTDRASVECYDPDTKEWTFVAEMEKARSGLTLVTLGHCIYALGGR
SRHNDMYYESVERYNTWTKQWSSVAPMNSPRAWPSVAVVDNRIYVIGGFDGSNRLRSVETYDPEHDSWTFIASLNMCRAG
SGATVL*                                                                         
>Ctel_44314                                                                     
SHLKAFMTSLHKLQENEVMTDVTLILPDQSAIQCHKVVLMAASPFFETMFQSGLKEAVEQDIKLDFADSGTIRSLVKFFY
TGDIKLTAENIKAIVAGSEFLYCQHLKAHCEEFLMGNVGLSNCIDYYQFGKVFNLEMLIKTTFDFILSKFGEFMEISNFD
KLTEDELAEIVSRDRLNAENEDVVFEAVVHWVNADPDVREEVFSRIAPLIRFPFCTQTMLTDKICCSSLVLKSECIQLAQ
EAVWSQFHLNCEWKSEQEMLQAEKNPLIVQLADKVYAFGGWETRVTQEFDPALNEWRMRSRMPGGCCYGSAVALGDKIYV
VGGY                                                                            
>Ctel_90441                                                                     
MREAGELVDINLVFGDHIISCHKVILAGRCDYFHHMFLTNMLERDSTEIVMREINTRTGILLVRYLYTGRIEITTDNAQD
LLSACEMLLLGALKQDIEAFLCSHTESNNCVSIMNLASLHDMKKMLGNAKKFLHEHMKEVVETDEIRLLQEADLIEVLGK
TLSQEDNFCFVQKWVKSADERAERFDDLLHHVTLSKCSDEFIRDTVMEERLMISENMWLCSDINLQTWQSLYAPPSQHRN
YSACASPGGFIISGGRLKGVCKSDCYSYDAQSGQWTTLPPMSIARRAHSSIYHNECLYIVGGRDGQNCLDSVEKLDMRSL
QWSRLPRLPRSACRLYLAIASNNLFALGGSSGGNWNVDVHEFDFTRQTWRQRSAMPEKCEFGAAVSFNDHVYIAGGKDRS
YMQFNPLQNTWILLQRPQLSHRFGKSLVWNESILVCGGLDTDVIEAYSLRENEWSTWTLKMPKKCEFIFALKM*      
>Ctel_106809                                                                    
MASYPKTLLTSLQKMRDNELMTDVTLKLPDDSTISCHKLILIAASPYFETMFQSGLKESQEQEVELKFSDADTIRMLVEY
IYSNEIEITEDNVETLVDASELLLLKDLKISCEDFFVKMLNSSNCSKLRLLGTKYDLRNLIASTFEFIALHFEDVVNSRD



FDQLAEEDVLEVISDDRLVAKNEGVVFEAVVRWVEADAEARTDVFTRMIAPRVRFPFCTESFLGRTV             
>Ctel_220459                                                                    
MAEQDTISAIRAAHAAITDIYQLPGGDEKLLEFYTDDALIIAPSFDTPVTKREHLKDFAKKRRTLGLVKATTEEYEIEEM
SDSCAYSATGVKFMNAQDCIMIQIKQCDDFHRMFLTDMTEKAPAEAVIKDINVSTGGMLLEYSYTSHIELTSQNAQDLLA
ASEMFLLGNLKQNIEEFLYGHTETTNCISHLNLARMYDLKTSQKTRGDI*                              
>Ctel_215644                                                                    
MDTRTSYKDAFMSSLRSLRDDGTCDVTMKLRNSHTIDCHRLVLMAASPFFKTMFRSGLRESTQREVDFDFPSSEIAVVII
DYFYSGEIDINSNNVQDLIAVSEYLCLDDLKKHLCAFMTTKVDSTNCMEFYRFSRKFNLGKLVTLCLEYILSHFDEAVTP
PKRFDELSEEELIEVVSDDRLTSKNEDIVYHSIVHWVNADLNTRKEVFPRLASLIRFPFCSAECLSSMTREALMINPTCM
EFLHEDFDERVEPDWTNMDGRKGLYLCVG*                                                  
>Ctel_73812                                                                     
DITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVLLKDISASTGVLLVEYLYSGNIVITQQNAQDLLAASEML
LLGVLKKKVEEFLLNHTDSVNCISIINLARLYDLKTLLADARNYLQEHVKEVVESEEMHLLQEGDFTEALEANASQEENF
LFIQKWMRSADERTNRFDDLMQHVCLSKCSKDFVCSTVMEEKLMHNTRGMKLIQEFMQSYGSADPPKQPSLAVGNRSGEI
CVCASPGGFVVSGGQSQNAIQRECYSYDAQNGQWNTLPPMPTARIEHSSIYHNHNLYVVGGLVNHRPLNSVEVLDMRNLQ
WNHLPPLPREVCFAYLAIVSDNLFVLGGCNTDLNWVTDVHEFDSTQQTWRQRSPMPEICAGGAAVSFNDLVYIVGGNDRS
CMRFNPRNNTWTSLQRPQFSHYYGPSLVLNGNIVVFGGQFNDSIEEYSPLTDSW                          
>Ctel_46193                                                                     
IPCHKLVLMAASPFFATMFQSDMKESKQPEVQLGFSDAATIKMLVDYFYSGNIVITSDNVMDLVAASEFLCLADLKKHLG
SFMIKTIKSANCIKLYMLSHKYSLGNVIPPCLKYILSHFSEVFRESDDFLNLSEEQLVTVLSDDGLVAQNEDFVFHSVDR
WVKENLENRKGKFVQMAALIRFPFFTQELLGHVES                                             
>Ctel_92281                                                                     
MKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEFVLKDISASTGVLLVNYLYSGNIDITQLNAQD
LLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKTLLADARSYLQEHVKEVVETEEMHLLQEGDLIEILEA
NASQEENFLFIQMWMRSADGRTDRFNDLMQHVSLSQCSKDFVCRTVMAEKLMHNTRGMTLIQEFMESSRSTQTIVTGCG*
>Ctel_188904                                                                    
MTQTISSLPAVFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNILERGSQEVVLNDISASTGVLLVEYL
YSGNIVITQHNAQDLLAASEMLLLGALKKKVEDGRTDRFDDLMQHVSLSKCSKDFVCSTVMAEKLMHNTRGVQLLQQFMR
SYRSADPPKQPSLAVGNYEGEVWLCTDLNTPQWQPIQQSPFQIMRHSACVSPGGFVVSGGQSQNIIQRECYLYEAQNSQW
NTLPPMPTARRSHSSIYHNHHLYVVGGCDDRSELNSVDALDMKNLQWNHLPPLPREVLNAYLAIVSGNLFVLGGCNSDWN
WVADVHEFESMQRTWCQRSPMPEICDGGAAVSFNDLVYVVGGSERSCMCFNPRDYTWTSLQRPQFNHWRGPSLVLNGNIV
VFGGFNDDSIEEYSPLTDSWSSWTLKMPQKPLGWAFAVRMDS*                                     
>Ctel_93988                                                                     
MKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLHDISASTGVLLVNYLYSGNIVITKLNAQD
LLAASEMLLLGALKKKVEDFLLSHTDSVSCISIINLARLYDLKTLLADARDYLHEHVKEVVEFEEMHLLQEGDLIEILEA
NTSQEENFLFIQKWMRSPEGRTNRFDDLMQYVNLSQCSKDFVCRTVMAEKLMHNTRGVQLLQQFMRSYGSADPPKQPSLA
VGNIDGEMWLCTDLNTPQWQPIQQSPFQIMRHSACASPGGFVVSGGQSQNGIQRECYSYAAQNGNWNTLSPMPTARYNHS
SIYHNHHLYVVGGYDGRRLNSVDALDMRNLQWNHLPPLPREVRFAYLAIVSDNLFVLGGCNTDLNWVADVHEFDSTQQTW
RQRSPMPEICKGGAAVSFNDHVYVVGG                                                     
>Ctel_63949                                                                     
EFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLLVEYLYSGNIVITQLNAQDLLAAS
EMLLLGALKKNVEDFLLSHTDSVNCISIINLARLYDLKLLLADARSYLQEHVKEVIETEEMHLLQEGDLIEVLEANASQE
ENFLFIQKWMKSAEGRTDRFEDLMQHVSLSQCSKDFVCRTVMAEKLMHNTRGMTLIQEFMESNGSADPPKQPSLAVGNDV
AEMWLCTDLNTPQWQPTQQPPFQIKYYSACASPGGFVVSGGRSQNISQRECYSYDAQNGQWNTLPPMPTARRSHSSIYHN
HHLYVVGGYDGSYLNSVEALDMRNLQWNHLPPLPREVRFAYLAIVSDNLFVLGGFCDEWVADVHEFDSTQQTWRQRSPMP
EICRRGAAVSFDDHVYVVGGRERSCMRFNPRNNTWTFLQRPQFSHEYGPSLVLNGNIVVFRGSNDDSIEEYSPLTDSWS 
>Ctel_99459                                                                     
MTDVTLILPDQSAIPCHKVVLMAASPFFETMFQSGLKEGAEQNIKLDFADSDIIKILVEFIYSGDIELSAENIKALVAGS
EFLCCEHLKAHCEEYLVDTVGLSNCISFYQLSKVFNLKLLIKTAFDFILSKFKEFKGIADFDKLTEDELVEVVSCDRLNA
ENEDVVFEAVVHWVNADPDAREEVFPRIAPLIRFPFCSQTALTDNI                                  
>Ctel_186627                                                                    
MTQTISSLPAVFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVLLKDISASTGVLLVEYL
YSGNIDITKLNAQDLLAASEMLLLGALKKKVEEFLLSHTDSVNCISIINLARLYDLKILLADARSYLQEHVKEVVETEEM
HLLQEGDLIEVLEANASQEENFLFIQKWMRQHAALVWLRETAITALSSLVCHILQDCEAVN*                  
>Ctel_64557                                                                     
LQSLKKQESAIDITLKLPDDTTIPCHKLVLMAASPFFATMFQSDMKESKQPKVQLGFSDAATIRMLVDYFYSGNIVITSD
NVMDLVAASEFLCLADLKKQLGSFMTETIESANCIKLYMLSHKYSLENLIPPCLKYILSHFSEVFRESDDFMNLSEEQLV
TVLSDDDLVAQNEDFVFHSVVRWVKADLENRKGKFVQMAALIRFPFSTQELLGHVSREPLTLNPTCQEIIREAVSAYTGR
KPHLVQAYAYQRTVQQQSPMPVYYGHQSQTQYISVTEQSVEIRSTVGINTQKTPWSNNLTASKTLSAVSKFFLSASGIHW
IDYNGSHNHWLADSGKNVIQFWVKPTRSDCTFSFIQERVYAFGGKVGGIDCTNVESLDQSKKQWKPESPMLQAVSTPYVV
HFDSKIYLLGGVDSKGPALFTQEFDPVWGKWQLKKEMPGICQLGAAISLNDDIFVLGGSENVCFKYTPATDTWLILSQ  
>Ctel_47904                                                                     



HKVVLMAASPFFEAMFQSGLEESAEKNINLDFADSDIIRSLVKFFYTGDIKLTAENIKGIIAGNEFLCCKHLKAHCEEFL
TGNVGLSNCIDYYRFGKVFNLKVLIKTAFDFILAKFRDYREISDFDKLTEDELVDVVSCDRLNAENEDVVFEAVVHWVNA
NLDVREEVFPRIAPLIRFPFCTQTMLSDKICCSSLV                                            
>Ctel_167969                                                                    
MAEENKASDLVLEVAGNKIHCHKVIMAAASPFFKVMLTSGLKESIEGHVKLPGARYDVIRKIVDAVYGQDFVLDSDNVQD
ALMACHQYGFTLIQERCVQQMLPLVNNENCLGVYILGKKYDIAELKAKAAPHFCDICAERSSNLSHLSAHDWDFIIKRTK
FSPSLFQLLIYWVHFDRYARLVALDSIIQQVAITKCDLLRDSLFREICEREKCLLLEANVL*                  
>Ctel_94441                                                                     
MEAHDLFISCRKGDLTRVQFLVDEKEVEVNIRDKWDSTPLYYACLCGHTAVAEFLLAHGAKCEMNTFDGERCLYGALNDK
IRNLLRDYKAVTASSMRRGLYSEFLRNMLERGLYSDITFIIHGVSFSAHKCILASRSEYFADLFGTRWKDKRVVSLSHRM
LLPNAFESVLQYLYTARLESLIEDLEDVLRLAKHCHLEKLQHDLEAKMKAVLHFKSTKPGVNVTVLSLEPKANDFTLNDD
LGSLLLQSLPPAFCCQDAAELPFLPERTENFADIIFQVENHKFECHKSFFLLRSDYFKALVNDHFGECMEDETTSLPIIK
IQDFSPSTFVQIISYVYQDSCELTEKNIFDILYASDLYLLPGLKKQCSNLLAQYIDLTNIVQMLRTAKLFSLSRLEDQCA
EFIAENLDNVLADPNFADYVNEDANEVKDRQETDTISIIDEVRYYVSSFVQSYSEVDEANRKMLLIDWFLEEQGLDA*  
>Ctel_189617                                                                    
MYQEDCALPDTFLQMREAEVLVDVTLIFDHWHVKCHKVILAGMTKFFHSMFVVDMLERNSNEVVMSSIKASTGKLLIDYM
YGATIEFTPKNAQDLFIASDMLMLDNLKNRVVDYLCEKADYTNCVSILNLARFHKVDLLAERAKLVLLDYVEEVDEQELD
LLKEDDLIDILTTTANYYHEDSFRLVQRWAKSGEKRSNRFCPLMDYVRLKQCRKEFIENVIAADPRMLEGLCYRRLQEVR
NTVPPEQFVVGDDDGNMWMCSVGSEQWQLMRRPPARYELCSACIFPLGFIISGGLYDNVYQTHCHAYHAKYNRWDKLPPM
TNPRSNHASVYHNNCLYIIGGVDGEYAYVKSFEALDMRTLQWMDLAPTPIRLRDPIVVVESDHIFVLGGYLECDYTPCSR
DVCEYFDSKWEVKACSMPEDCDAGAAVCFDKHIYVVGGRNETCMRINPLLDQTWVDLDRPQFNHFYGPALVWDDKIIVCG
GDDVDAIEEYSPQDDSWSIWKLKMPKKGCMRFALRIALPL*                                       
>Ctel_99345                                                                     
MATLHKLQEKEVMTDVTLTLPDQSAIPCHKVVLMAASPFFETMFQSGLKEGAEQNIKLDFADSDTIKTLVKFMYTGDIKL
TAENAKEIVAGSEFLCCKHLNAHCEEYLADTVDCLNCIDYYRLGKVFNLKLLIKTAFDFILFKFKEFKGIANFDKLTEDE
LVEVVSCDQLNVENEDVFHFNCEWKSEQEMLCGVHRPHIVQFANKVYAFGGWKTRVTQEFDPALNEWRMRSQMPGRCCYG
AAVAFGDKIYVVGGEEKVCYSYDPENDEWKVLSKPTHAYHYSFPFATVWQGKILLGNKEHVEEYDPVEDRWSNRDELLPD
GDINEMILHASCTL*                                                                 
>Ctel_97200                                                                     
MREAEEFVDITLLFGEGHVKCHKVIFMILAGRSDYFHRMFLTSMVESALNEVPIEEISASTGVLLVDYLYTGRIKLTTRN
AQDLLVASEMLLLGALKQNIEEFLCEQIESSNCISLLNFARM*                                     
>Ctel_90447                                                                     
VVNYLYSGNIDVTQLNAQDLLAASEMLLLGALKKKVEEFLLSNTDSVNCISIINLARLYDLKTLLADARSYLQEHVKEVV
ETEEMHLLQEGDLIEVLEANDSQEDNFLFIQK*                                               
>Ctel_86318                                                                     
EFFYTGDIKLTAENIKAIVAGSEFLYCQHLKAHCEEFLMGNVGLSNCIDYYQLGKIFNLKVLIKTAFDFILSKFREFREI
SNFDKLTEDELAEVVSCDRLNAENEDVVFEAVVHWVNADPDVRE                                    
>Ctel_221817                                                                    
MDFSKFRDTGELSDINVVVDGKEFLLHKFPLFIKSDFFRALARSPKGESIKLDDFPGGPEVFAEVANYFYNVKLTLNKTN
VCQLRCAAEFLQMTSPGNLSSLADRVLQDTLTSAKLGHKFDIITDLIAHCRSLGAIAEQAGVVEKCINAIVDCWLISPKF
SRRYTLDGKFSNDDESIKLLSEFPLDWCKITCVTAREKSIRPTVLANLIQSYISHAVDSMFGDKSEKTSESVTPEDEAEK
EEVKGNDDQPKSNEDIKQETAKETDKTTESKTQIEDAQMPDNPDLDLGKVMDTLLFEVPLDSPVMVESFCHSWVIEMLKV
AQDIGCDSKKVLLILASRMMYRYSKDDLAGLPADILVQIIEEGCKDNRANPDDVCRVLYGYLMDQAAKDKLSLQTFQKLV
KAIPKNSRVSDDMLFTVLETLLKSKNISVDDKQKQELLETVDFSRLSECTLQCAYDSGLVPGAYVTKAALSLCTKLRSDL
DAAKVIIRDQELRLERYGITLGAGTSWLKSVEAGSAGRQKAKSTDFPDLC*                             
>Ctel_208218                                                                    
MRPSKDCPLKAFNFEASGHSASVLTGLNALREKDQLFDVTLVADGQSFGAHRVALAASSDYFRAMFTDAMLECKQTQIEL
NGVGALGLKHILDYAYTSKLTLTLGNIQDILRAASHLQLLPVFKHFHLFLCMWRPYGGSIFKMPYFSIDVLGS*      
>Ctel_125917                                                                    
MASLHKLQEKEFMTDVTLILPDQSAIPCHKVVLMAASPFFDTMFQSGLKEGAEQNIKLDFADSDIIKTLVEFFYTGDIEL
TEGNIKALV                                                                       
>Ctel_105049                                                                    
TNMLERGSQEVVLNDISASTGVLLVDYLYSGNIDITQLNAQDLLAASEMLLLGALKKKSEDFLLSHTDSVNCISIINLAR
LYDLKILLADARNYSKTPLTRI*                                                         
>Ctel_81337                                                                     
MLESGSQEVVLNDISASTGVLLVDYLYSGNIDITQFNAQDLLAASEMLLLGALKKKAEDFLLSHTDSVNCISIINLARLY
DLKILLADARNYLHEHVKEV                                                            
>Ctel_81395                                                                     
SLQKMRDNGLMTDVTLKLPDDSTIPCHKLILIAASQYFEHMFQSGFKESVEQEVELKFSDADTIRMLVEYIYSNEIEITE
DNVETLVDASELLLLEDLKISCEDFITKILNVSNCCQFCKLGRKYRIENLVANSLEFIASHFENVKSSNFNQLSEEDVVE
VISDDRLTAKNEGVVF                                                                
>Ctel_51488                                                                     



EVMTDVTLILPDQSVIPCHKVVLMAASPFFDTMFQSGLKEGAEQNIKLDFADSDIIKILVEFFYTGDIELTEGNIKALVA
GSEFLCCKHLKAHCEEYLVDTVDLSNCI                                                    
>Ctel_51700                                                                     
LMETKNYASKFMQTLNETRSSKQLVDVTLVAEGGDISAHRLILSLSSEYFRCMFSANMKESSTSEVPMVGCDYDTVKIIV
DFFYTG                                                                          
>Ctel_177411                                                                    
MREAELLVDVTLVFGHRRVPCHKVILAGTCEYFNCMFATGMVECASKEIVMEGINASTGVLIIDFLYGRCITITTQNAQD
LLAASDMLLLYALKQNIEEYLFCNTEISNCISLLNLARIFYLKRLLEVAQNYLQEHVCEFINTKEMHLLQEEDIIKMLAA
NRIQEDSFCLVQKWVRSVEGRIDLFSSLMEHIRLSQCSKEFIRSTVMKEELMTDELSLRLLHPPEPQSLVPIKKPPFLIA
TECHSACAFPGGFIISGGYTRDIIDCHECYSFKSHNSQWRKLPPMGTARRSHASVYHDHHLYVVGGRDTSEESTLKSVEM
LDMRSLQWSYLPPLPTSHADFLYAAFVSDRLYVFGGITDEYASDPLFREVLEYNPSQRTWRLMSPMPMDCSWGGAVSLDN
RIYVTGGYEGSCMQFNPRNDTWAVLQGLTLDYHSAPLVWRGSIVICGGCDDSSIHEYSPLNDEWTEWRLRSPRMHGSDIS
FALSLNIPS*                                                                      
>Ctel_54206                                                                     
LVDVRLVFGDRRVPCHRVVLAGTCEYFKRMFLTKMNEQSSEEVTIKEISSMSGVLVVDYLYSRTVNITVDNAQGLLEASS
MLLLDELKHKVEEFLVRQIEAQSCVSLLNLARLFELKALIEASLKFLTDNLDKAFDEIEMKELQEEDLVHVLKNHASQRV
CFCALQKWVRCTGGDTDQFMALLQHVDLSRCSKQFILTNVLSKELLNCALFCTKNREWRILPSITIGRYLHSSIYHKGHL
YIVGGRVSETSCSDSVESLDIESLQWRQLPPLPVHVYLCLMVSVSDRLFVLGGAASKQSSSRTVYEYSASQSSWRCCAPI
PGDCHLASATSFHDQVFVIGGYDKSCMVYEPRVDCWGMLQRPQRRHSLGVTLEWNGKIIVLGGEGDDSIEEYCPQTNQW 
>Ctel_64689                                                                     
LQENEVMTDVTLILPDQSAIQCHKVVLMAASSFFENMFQSGLKEGTEKDIKLDFADSSTIRSLVKFVYTGDIKLTAENIK
AIVAGSEFLCCKHLKAYCEEFLMGNVGLSNCIDYYQFGKVFNLKVLIKTAFDFILSKFREFREISDFDKLTEVELAEIFA
FGGDPASKSVKSINLKESNPEWKSEQEMLHELVDPLIVQFASKVYAFGRWNTMVTQEFDPALNKWRMRSQMPGCCCGSAV
ALGDNIYVVGGSQRVCFSYDP                                                           
>Ctel_197724                                                                    
MDETKVSTTNNALMDNTSMLRVTAQKPPKKVAAGKADSAMTQAISSLSVVFLQMKEADEFVDITLIFGKQRITCHKVILA
GMCDYFHRMFLTNMLERGSQEVVLKDISASTGVLLVDYLEMLLLGALKKNVEDFLQSHTDSVNCISILNLARYYDLKTLV
AYVRNYLQAHVKEVMETKEMHLLQEIDLIEVLEANASQEENFLFIQKWTRSADGRTNRFDDLMQYFSLSKCNKDFVWSTV
LEEKQLKFSTRGKKLIQQFMQSYGSANLLKQPSLAVGDEDGEMWLCTDLNTLQWQPLQQPSFQIKYYSACASPGGFVVSG
GRSQNGFNQRECYSYDAKNDNLFVLGGCNDEWVADVHEFDLTQQSWRQQSPMPDICKGGAAVCFNDHVYVVGGRNRSCMR
FNPRTNTWPSLQRPPSRHNYGSSLVLNGNIVVFGDLNHEFIEEYSLPTDSWSKWTLKMPQKSKGWAFASRHYIVEGCV* 
>Ctel_211658                                                                    
MTQTISSLPAVFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLKDISASTGVLLVEYL
YSGNIDITQLNAQDLLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKMLLAEARSYLHEHVKEVVEFEEM
HLLQEEDLIEVLEANASQEENFLFIQKWMRSAEGRTDRFEDLMQHVNLSQCSKDFVCRTVMAEKLMHNTRGVQLLQQFME
SYGSADPPKQPSLAVGNDGGKMWLCTDLNTPQWQPIQQPPFQIKWYSACASPGGFVVSGGESQNSNQRECYSYAAQNGQW
NTLPPMPTARREHSSIYHNYHLYVIGGWDNFSDLNSVEALDMRNLQWNHLPPLPREVCFAYLAIVSDNLFVLGGYCCGWV
ADVHEFDSTQQTWRQRSPMPEICGGGAAVSFNDHVYVVGGRERSCMRFNPRNNTWTSLQRPQFSHEYGPSLILNGNIVVF
GGDDDSIEEYSPLTDSWSTWTLKMPKRGSFWTFAARMDS*                                        
>Ctel_227326                                                                    
MHVLMYTKRLLYVAIESMMHVHQKSCLSQLSARTTAAVSKSERIINGLSVEGKMIGLNLDSHLKAFMATLQKLQENKVMT
DVTLILPDQSAVPCHKVILMAASPFFETIFKSGLKEGAEQNIKLDFADSDTIKTLVKFIYSGDIKLTAENAKEIVAGSEF
LCCNHLKAHCEEYLVDTVDFSNCIDYYRYGKLFNLKLLIKTAFDFIPANFEEFRRIANFDKLTEDEFVDVLSCDCLNAKN
EDVVFEAVVHWVNADRDAREEVFPRIAPLIRFPFCTQTALTNKICRNTLMQTSGCIDFAHEALWSQFHFNCGPSLDNARC
IPRQAFNSSASLFQLIESKSPNKVSLSVSSFTDASGIKWELVLPYITRTFDRIITSPSGLYLINKNDCYFVEPKLKRVTP
FPWKPVDQDSALAFIDGKIFAFGRTSAENSESGISVERLASKFSFGSSVSPKSTFGSETCISIERRLESKLVESLNLEEL
NPEWKSEQKMLHAVVRPHIVQFSNKVYAFGGSNEKVTQEFDPALNEWRMRSEMPGRCYYGAVVALGDKIYVVGGSEKVCF
SYDPENDEWKVLSKPTHGYYGIFPFATVWKGKILLGDKEHVEEYDPVEDRWSNRDELLPDGDIDKMILHASCTF*     
>Ctel_64582                                                                     
VSCHKIVLMASSPFFEVMFQSEFKESTTQDIPLDFADAVTIKTLVEFFYSGEIDVCDDNVQTLVAASEFLHTKDLKDHCD
AFMATRVDTSNWIELSRFGKKFNLMRLISAAREFILLNFQDVVKCFSDFPTLTENELIEVVSSDELNADNEDLVFSAVVR
WVNHDADERKEAFSRVAPLIRFPFCTHETLNNVVSQEPLMGNSECMELIMEALYFNMHNHHYLYSPRTVPRRAFNGKRQP
FATKVAGIPVQSIRLDDRTPKWKSEAPMLHSLNSFSVVQFNNKIYVFAGRNADGLSTVTQEFDPGLGEWRLRSPMPGVCE
YRAAVVALNDKIFVVGGKERSLFSYEPAKDTW                                                
>Ctel_64789                                                                     
SHLKAFVASLHKLQENEVMTDVTLILPDQSAIQCHRVVLMAASPFFETMFQSGLKEGTEQDIKLDFADTGTIRSLVKFFY
TGDIKLTAENIKAIVAGSEFLCCEHLKAHCEEFLMGNVGLSSCIDNYQFGKVFNLKVLIKTAFDFILSKFREYREISNFD
KLTEDELAEVVSCDRLNVENEDVVFEAVVHWVNADPDVREEVFPRIAPLIRFPFCTKTMLSDKICCSSLVLKSECIQLAH
EAVWSQFHLNCRPPSDNARCIPRPSFHSNRSLFRIVETKSANKVSLSVRVTTLPWRPVDLDGSTLAFIDGKIFAFGGGPP
SKSVKSINLKESNPEWKSEQEMLQAEKNPLIVQFADKVYAFGGWGTKVTQEFDPALNEWRMRSQMPGRCYGGSTVALGDK
IYVVGGSQRVCYSYDPNNDEW                                                           
>Ctel_136065                                                                    



MRWWTLCWCLRKHESSAIDLCWLQHANISVACSKLTCKREVQARLSIKDVSSATGILLVDYLYTGNIQMSIENAEAILAA
SDRFLLTKLKKIAEDFLCGQVGSTNCVSFRYLARLFSLNSLLEVTQKYLTDHSKELIDTESEMNQLTQDDLIALLGTHGS
DEASFLLLQKWSTSFKERTPRFMDLLRSLELRLFTKEFVLRTVMREKLMHNPKGMKIIQQALESLVIADPNQFLVVGDFN
RNIYEGRHFHASIGNQDEFMVIGGETSDNLYLKSAECLNMKTLEWSQMPDLPDALSLSQLVYVQNQLFVLYEQRYSVYVH
YYDHTGRAWRPRCQMPEVCVGGGAVSFDNKIFVVGGKSRSCMQYDPHTDAWVKLQRPQLESIFSPAVVWKGKILVCGGRQ
ADSIEKYDPQSDEWAVWDVKVPTKQDMCFALLIKEHC*                                          
>Ctel_176531                                                                    
MEPKSFMEAKNNVICEMRPANELVDIDLVFGDARFPCHKLLLASTSDYFRQQFSSNEVVMKGIDEETGKLIVNYLYTGEI
DINDENVKNLLSASEMLQLNNLKAECEKFLCKHIQLSNCVSLLNLSHRYELKDLAEKSRQFVTENWTELPDDSIIELKKE
DLESILIERLYENPENHFACLQIWVKSDKERDEQFVELVQHVDLSRCSPNFITSTVMDEKRMHNTKGMKLIQKAQEAEAK
RQAAQEKEAEAKRQAAQAREAEAERQAAQAWEAKAKRLAAQAREAEAKLQAAQRSGICITM*                  
>Ctel_116194                                                                    
MSATFRNMRHSDEMVDVVLVFEETRVKCHRLVLAASCDYFRRMFQTDMQERDAGEISIKDVSSTTGLLLVEYLYSGNIQI
SAENAQELLAVSDRLLLTKLKKNVEKFLCGQVASTNCVSFKNLARLYGLDTLIKVTHGYLNNHWQKLIDMESEIDELTED
DLIALLTTYGSDEGSFLLLQKWAKQWRTLPPMNERRYYHSSICNQDEFMVIGGRINEDIYLDSVECLNLKTLKWSQFPDL
PEAQCLNNAVCIQKQLFVLGGWISITTVTRDVYKFDSAERAWQALSPLPETCEGVSAVSFASKIFVIGGQFRRCMQYDPC
TDIWVQLQRPQFEHIYGPALAWRDKIVLCGGKETDSIEEYDPQSNKWSTWNLKMPNEDYFCFALTIKRHK*         
>Ctel_126136                                                                    
MQKEQHLTDVVLYTGEKEIHCHRTVMAAASLFFKKMFTSGMKESREGEVHLQEIDFNALSLIVRASYGEKLKLNGDNVQS
IFEASDRLEMTEYVHDCINYLCNHMDSDNCLDL                                               
>Ctel_110621                                                                    
MSQVILAGMCDYFRRMFLTNVLERGSQEVVLNDISASTGVLLVNYLYSGNIDITQLNAQDLLAASKMLLLGALKKKVEDF
LLSHTDSVNCISIINLARLYDLKLLLADARNYLHEHVKEIIETEEMHLLQEGDLIEVLEANASQEENFLFIQKWMKSVEG
RTDRFEDWMQHVSLSQCSKDFVCSTVIAEKLMHNTRCLSSRVHAVKRISRSTQTTVTGCG*                   
>Ctel_119714                                                                    
MRAATELVDVILVFGEAKIPCHKVVLAGTCDFFRAMFVTEMKESRSAEVQMSEISADIGLTLVNYLYSGTIEITEQNAQA
LLAACNMLLLTNVKKDIAKFLSHKIDESNCISLMNLARFYDLESLRKEAHKFITKHWKELIDTKEM              
>Ctel_73742                                                                     
VFLQMKEADEFVDITLVFGKQRIACHKVILAGMCDYFRRMFLTNMLERGSQEVVLNDISASTGVLLVEYLYSGNIDITQL
NAQDLLAASEMLLLGALKKKVEDFLLSHTDSVNCISIINLARLYDLKMLLADARNYLQEHVKEVIETEEMHLLQEGDLIE
VLEANASQEENFLFIQKWMRSAEGRTDRFEDLMQHVSLSQCSKDFVCRTVMAEKLMHNTRGMTLIQEFMQSYGSADPPKQ
PSLAVGNYEGEMWLCTDLNTPQWQPIQQPPFQIKYYSVCASPGGFVVSGGQSQNAIQRECYSYDAQNGQWNTLPPMLTAR
KWHSSIYHNHHLYVVGGCDSCDMFDCGFLNSVDALDMRSLQWNHLPPLPREVANAYLAIVSDNLFVLGGFCDNGLYDDWF
ADVHEFDSTQQTWRQRSPMPEICDGGAAVSFNDHVYVVGGRNRSCMRFNPRNNTWTSLRRPQFSHEYGPSLVLNGNIVVF
GGDGNDSIEEYSPLTDSWS                                                             
>Ctel_85072                                                                     
DDSTISCHKLILIAASPYFETMFQSGLKESQEQEVELKFSDADTIRMLVEYIYSNEIEITEDNVETLVDASELLLLNDLK
ISCEDFFVKMLNSSNCSKLRLLGTEYDLRNLIAATFEFIALHFEDVVDSRDFAQLAEEDVLEVISDDRLVAKNEGVVFEA
VVRWVEADLEARTEVFTRKIAPRVRFPFCTESFLGRTVCCHHLMWNPDCMELVKEAQHSQFHTGKSPVQNLRTAPRHNGE
KLVRLYNGENNSICVEYTLSIEGESVKWKQLSSNLIDKGLLIFVNGQIFSICSCDGSVYSLHIADPNAEWYETVKFNYRN
TNWLDVINVSDKVYFVGNTMEMFDPVNNSKTTCKAMPGACTSGRAAALGGKLFVVGGTEKVCFRYDPATDEWTTLSRPTT
TSANYKATAWKGKIMLYDTEANKAEVYDPVFDRWTL                                            
>Ctel_85897                                                                     
LKAFMASLHKLQEKEVMTDVTLILPDQSAIPCHKVVLMAASPFFETMFQSGLKEGAEQNIKLDFADSDIIKMLVEFFYTG
YIELTDGNIKAVVAGSEFLFCKHLKAHCEEYLVDTVDLSNCIDYYRYGQVFNLKLLIKTAFDFLLSKFREFREISDFDKL
TEVELVEVVSCDQLNVENEDVVFEAVVHWVNADSDAREEVFPRIAPLIRFPFCSQTAFTDNICCNTLMQ           
>Ctel_104961                                                                    
MIAHLPHSQLLFRYYACLCGHTAVAEFLLAHGAKCEMNTFDGERCLYGALNDKIRNLLRDYKAVTASSMRRGLYSEFLRN
MLERGLYSDITFIIHGVSFSAHKCILASRSEYFADLFGTRWKDKRVVSLSHRMLLPNAFESVLQYLYTARL         
>Ctel_226377                                                                    
MEKNMTFLQTMSASLNEMRTAEEFVDVVMVFEERRIPCHRVVLASTCEYFHRMFLAGMKESSSDEVTLNEIDGDTGDLLI
GYLYSGMIEITQENALNLLAASDMLLLCDLKAKIQAFLCCNIHAKNCVSFLNASRLYKLQDLIKDSQKFLNTHCKDVTRK
GDLVELQEDDLVGILNFDPSEDSFRILRKWVQAVDGRDGRFMELVKNVDLSRFSKEFLCYDVMGERLMRNEAGMELIQEA
MKSILLCEYRTEVTFRYTVHNISSLSRNSVFSPEYYMRNLRWSVLLGTDTKESMPKSLAVFVQCKSDSSSALSCKVSFEL
RLLKQKADGAAYTKTTTQLFEHNGSKWGYSFFISWDRRIPCHRVVLASTCEYFHRMFLAGMKESSSDEVTLNEIDGDTGD
LLIGYLYSGVIEITQENALNLLAASDMLLLCDLKAKIQAFLCCNIHAKNCVSFLNASRLYKLQDLIKDSQRFLNTHCKDV
TLEGDLVELQEDDLVGILNFDPSEDSFRILRKWVHWAALQSHRRITIVIHNHNARKWVQAVDGRDDCFMELVKNVDLSRF
SKEFLCGDVMDDRLMQNVTGFKLILDAMKSILLCENRTEVTFRYTVHNISSLSPTFVSSPEYYMRNLRWSVYLRQRRVCL
SDTKESKPESLAVYVQCKSDSSSTLSCEVSFELGLLKQKADGAAYTKKNSWIPKIVMSKMIPS*                
>Ctel_188501                                                                    
MEKNMTFLQTMSASMNEMRTAEEFVDVVLVFEERRIPCHRVVLASTCKYFHRMFLTGMKESSSDEVTLNEIDGDTGELLI
GYLYSGTIEITQENALNLLAASDMLLLCDLKAKIQAFLCCNTHAKNCVSFLNVSRLYKLQDLIKDSQKFLNTHCKDVTLE



GDLVELQEDDLVGILNFDPSEDSFRILRKWVQAVDGRDDRFMELVKNVDLSRFSKEFLCDDVMGERLMRNEAGMELIQEV
KPFLILMPYITANSYNK*                                                              
>Ctel_192304                                                                    
MSEYFRRMFLVDMVESGAQEVSMDAISLNTGELLVHYMYTGHIEITTQNAQDLLEASDMLLLSALKQEIEEFLFCHIDSG
NCISMMNLARLYGTEAVLRDARKFLSELAKEVIATEEIHLLQEEDLIETLQANSSQENNFCFLQNTVMDEKLMHNTSGVR
LIQQAMQSPRSTYPPQQQALAVGDRDGDMWLCSDTNNAHWQPIQKPPTECWHYSACASPGGIVVSGGLCNNIRQRDCYSY
DACDAQWNTLPPMSHARASHSSIHHNHHLYIVGGQDGQDSLNSVETLDMNTLQWSHLPPLPVGIQLCYLAIVSNSLFVLG
GCNRGWSADVHEFNITQQTWRSRSPMPERGDGGAAVQFDGHVFVVGGTTGTCMRCDPRSNQWQSLHRLKFNHIWRPSLVW
DGNIVICGGRNNDTIESYSPITDEWVALSLKMPMIGFMTFAVPPPPAPAYISIWLYNC*                     
>Ctel_194386                                                                    
MYHPIHLCQGGSFIKIFSVYEAFKSMLKNRYVETPPLSIMTQAISSLPAVFLQMKEADEFVDITLVFGKQRIACHKVILA
GMCDYFRRMFLTNMLERGSQEVLLKDISASTGVLLVEYLYSGNIVITQXNAQDLLAASEMLLLGVLKKKSFMNRPTMFNG
ITRAYGL*                                                                        
>Ctel_202593                                                                    
MVLTPKESGPNLYLLVMQTLQMTAQVAQFWKQLDFTFSRRKCVHKIRPHFERPEANNQKHIFKRLQSMREEEVLTDVVFV
SERIVCHKIVIDPFFPCIKGILTDKSSSEMEIDIVNFEILSHFVDLLYTPKIAWSSKTAELGTNLPSLLDVRRSELIDIL
AMEINEAVCGVYAAFNMTLKWVECSPKWRKLHLLYVLKKLGLLNGVSKFQLKHLQCESLLDNEEGHQMILEALGVQSRQP
TRNMFQNKEDDLNNLEVFQHLFYRLQGMRTQNESNLVLEVDGKQIYCHKEIMAAASTFFTIMLTLDMKESREGRVEVKGT
NFNTMNFIVNAIYCDELNLDGENVHDALLACTLYEMEALISECVATMIQCMNCDNCIDIYLLGKNYNIEQLNDGVADFLG
KTRFMKKTYIMIVLESDLKNFICKINPVTQDLCSNLLNWVKTAGANNMECFRSIIENWRNKDIDTLRMAVRMAMEGTMTC
RPKDINILISECVSTIVMQMDDDDSINTKRLNEEVAHFLGKKLIPKTDLLRVSKSDWEIFVSETNRVTFGYSRMLDILEE
KKLTEKYSFDIDLYGDCSENIVYYSPGSYESDLGGYYDEFETKPDKETTDDIREKVIPNEIRVFTKVITTGFVCLRKAEY
KAKASKGIELQEMTGDYSNTWKATLMRPVTNDLNNPNASPPQQFYVLNQQNDTPIGTLR*                    
>Ctel_204662                                                                    
TPPLSIMTRAISSLPAVFLQMKEADEFVDITLVFGKQRIACHKLNYLYSGNIDITQLNAQDLLAASEMLLLGALKKRVED
FLRSHTDSVNCISIINLARLYDLKTLLADARNYLYEHVKEVVETEEMHLLQEGDLIEVLEANASQEENFLFIQKWMRSSE
GRTDRFEDLMQHNTIKEEKAQAQVVITNAKEEDSDLQFMSSLCEIISHKSMPKNVSRMGTKLADRVRPMVVTFDFNFDAR
TFMSRFDYSKSDDDVPTPIKILPYRTREDQTMYKKKLEMARELNKKAKDESPNISFSLRNNGCISKYIKDADCKKWRWDL
EWSDLEDRDNTKPKESMSGNDYGTAQHNTHPLMEDDLKKRWHSAS*                                  
>Ctel_208565                                                                    
MGKSRSYHDGLSAYLKKDFQWDDWSHRTTPPRVTLILPDKSTLTCLESALTNASNFFKAEVTSNPGQEIKLNFSDSTTIR
TVVDYLNNNTIIISDENFEKLLVASDFINLTNLKGHLSSFWRDTIDSTNCIEFYKLARKHKAQYFYHKSLEFILSNFIEV
CCSSDNIEELSEEEMIEVVSDHRLAVDDEDIVHDTVV                                           
>Lgig_63855                                                                     
SNSNHGDMILAGLQILYESGELTDVTLQSPDSQLCCHRNVLAACSPYFRAMFTMKLRETVEQTVELHDIGPGILPNIVRF
IYTGQVSINHSNIQSLLIAANMLQLDSLSKLCIDYASSKLDIENCVDVYNLADFVNLSDLKALSKKFIYENFDKISETNA
LCNASSNFMIEMLSSNDIITEKEETVYNLLEKWIVCDHDKRSTFFPLLFQYVRLPLLDGSFISKTLACSELVTSNERCCE
LLNLATHAKGDGNSNQNAELRKGMCNRPLLIFSGGSISERSRSFTCFDTETHKSYIGVEQHPTFDAKFKIEHFQLIVGTD
NSILFLGGAWKEALQFEGIEALNDVLKYSQRDRKWIYCAPMTHGRCSFACCAYEDRIYVFGGKDRRHNGHVLDQSEFYAV
ESDHWQTIQSMPVGISHQAVTVWKNYIYTFGGIDDENAYLNTVLVYSVFRDTWSLVPTELSRPRADCQAFTFKDTIFVLG
GADKHENQTNIDVYDPEKNRWSEGQIFPDDRKIMAITKYKDAIYVC                                  
>Lgig_73790                                                                     
SILEHFNQCRSRNLYTDVRIKVQDQIFHCHKILLDASCPYFKSSFSFSEHKEEPNNLIEIGDFSAVAFNELLNYIYTAQL
TITADTVVEILQCADFLGFRSIVKSCSGFLLQHINSENCLKAFQMADCYSLHHLAEQTWNFILENFDAVSQSEDFCEITY
ACLLKILSSDFLKVFLEIDLLSVIDKWVSYHSERKKHLQDLIKCVRIEHSTLSSLDHKILSSVEFEKDVKIKPRLNKVIV
LVSRDTNPLHPRNSVKSDIIWYNQDYKCWDTLTSFPFDHRQLYGVAVVNNNIYITGGVGNEVPLFDTNKIVYNECWEFNV
KLSKWKEIFPMNFARFNHATSGFLNSVFVVGVRINNYEDAQYYDPEDNSWHELSALSRHIQS                  
>Lgig_82061                                                                     
ECGPRCRSHQHALEINAAITKGGLREFKAYTSLCSNATNVNDKFGRNVLHMAASCGKLDIIEYLLEEKEYNLKAKDYESG
WTALHRALFYGQLAAARLLIQYKHDIRTRDFEGLSPLDIILIDRPSYISFSPREPNEVYTWGDNSNFNLGHSSQDRRIIP
ERVGVFKRISGFIIQVVMCKFHTVFLSQIGQVYSCGHGHGGRLGHSDQQTHVVPKLIEGIKKENCIQVAAAQDHTLFLTD
KGIVYGCGSNVNHQLGFTDPVLEVSFTPRMINQEVIKGYNIMGICAGRYHSVVYSRDAVFTFGLNAGQLGEVLLTLGDKY
QIHPRMISSFNESDINIVQVKCSDSTTVCLTSLGDIYSCSRYTCRKIGSRWLDIKTITVSGGTLDHLVTTDRDLLKEKGG
SELIVAMVTNKGMVFMWREKSPHFKRCNWMIRRELSICDVYLNTNNMGIITDKGEGFLAIWSAVSKDKKKQKMANKYKQV
NDEFPTVRLLDFILKNDVEDIQIERIPNIHRATNIVSDSKGRNFAALQVLPNGCLTEIPYIRESSLRKDMMCLFNQSSES
DVIHDVIIQCGNKRWAAHRYILASRSEKFDKMIKDTLTDNNDQTPIFDLSDIHPVIIEEILLFLYTDTCTALT       
>Lgig_82889                                                                     
LSSMETNDVANGSHRLEITSGISELWRKRLFTDLVLVVDGKYLRCHRFVLAAISPYFHGRLFNGQRESVTEKLFVNAASV
KIVHQVLDFIYTGSCKLTAKNSEELLKTASLFGIKSLRDKCDTFLSDSVGMNNCLKMMKLATETKALKLESKSRSAILNN
FITLYQTTAFKALSASDVISLIQDNDLRVPNEDVVCDAVLSWANSDPKLRKSALADIFKHIRLPHVQQHYMKYVLGNNEL
VKENVDCKDIIDEAKTIHQDPGRRHEVNLPRLEYRNDARMDDVIVILGGTASGGAKNHLRQNVSGFNMSLRKWFPLAPLP
YGYDSGTTACVCGNDIYISGGGGSRQGLTLYESCVNTWHICAPMLVGKRGHAMVGFGSSLFILGGVIGQSDDGHLRVTTS



VEEYDMKGNDWKKCGNLNEAVWGMSCAVHDGKIFLFGGYKDRHHSTQTIQIYDPATNSSINIGRLPI             
>Lgig_92273                                                                     
LSAKEKKKKASKFATLRKKLTRARRHSRSLDYGKSLKELLSTWGIRDISSLVHEYEALAAVKELAIAANLARPVANSLTQ
DLSNLYDYKFCTDVDLIYKGACFPAHRSILAIRSPYFRNILTRYPDYGCRVPIKLKTHGVDVQLFSAILRFLYTDELNTQ
ELSTESNEILSKLAEEFGTPNPLNHDMKNLLDNGDFSDAVLVFSSDNEHGDPLGTVDTAQSMHAGSSRLTKLEIPCHKAI
LAARSPFFRNLIIRRARSGEELTERALRAPSRIILDETVISRRYARVLLTAIYQDCVDLSCIVRGSSSMCSLSEIQAMVA
SGKYHMTLCDEAMEIFQIGQFLDFPVLSQGCEDMIVESINTENLVSILSWSSEAHGSMWVHRQALHYLTEEYLQIAHSPV
LFELSKNYLIEALSSDFLQAGELDVLSSILKWGEHQLIKRIEEREPNLLSHTAHSVSKKGVKKRDLNDVELREILANLLP
LIRMDHVIPYSNDILNGAIKRGLVSTPPSHMLGDDIPSNRMCAWVRGRNNGIFVRPRLFTPYYDEAKAILEEQLSQAQDI
DTGRVRMIHMSAIPDTLYMVEDRPFSLPYPTTPASPVDIIAGTIPVPDRSTMILMMHREQEFRKSKLAARAYSLPCADKR
MVTYNIQLRVVREFGLPDSTVEVLQ                                                       
>Lgig_93877                                                                     
GGLTDLWNNAKHTDVRIYVEDRLFACHRVVLASMSAYFDAMFTSDMKETREGVVYLKNMKAHVFDMILKYIYKGETSEMF
PEFAVDVLYASSLLQIVSLQELCEKYFSDNLTLNSCLEIWRLSCTMHCINLKDNAWTFFMDNFVEVSHTDEFLEMSKDEL
LLAINDDNMNVENEELVCDAVLRWFEHDRKRVYYLLEIFHNLRLALMSYAYIDCITRRKAYIADNSECSELLEQMKHVSA
RAEIVYGQPHIFREHGKAACTLSNDIYVSGGTSSFGSAETRFVRFETKRNRWEYCLAMREPRCYHELVTVGHYIYTIGGF
APEDAVSNVERYDTIQKEWTRIGNLAIPVGGMSATALNGIIFVFGG                                  
>Lgig_103262                                                                    
MSRKPSNTDSFDTRPFKGDNVSHFVESYPQFLLKNLCQLWNDGLYCDVSIVVCEVTFNAHRHILAASSSFFKAMFMSGMT
EEKQREITLHGVDKEILQGLLSFIYSGIIEITLDNVQELMATSDMLGLTDVTEACGQFLQQHLNCDNCIGIYLFCEAHAC
YDIKRAAESFIRKHFLQVVHCEEFLQLPKETLIHFLSSENLRIENETQAFNAAIRWIQHDLIARRREVFDILVPIRFPII
SDKFLEKFIEECEDISLKIAIQKIIQDYKMSRKMCLELQLSKINPMMLQPRLSARKNIYIIGGYCRKRGDRWSDMHTLRS
VERFDTFHKQWQSLPCMRNPRSGLGAAVLDGKIYVAGGENDSLIHDSVEIFDPDEKKWTKLGTMTDPRCGLGLCAYRNNL
YAFGGWIGSVIGDTVEKYNADIDHWCIVGKLPTPRFGMAVIEHQGLIYVIGGLSEMGTELKFIDSFNPVTKEWMRLSNMP
SRKAYIGAAAIDDYIYVAGGWNEHEGPLNTVQKYSLSLDEWSVVPPLSMKRAGPSVIGVNGLLYVIGGRYYPDQYSAPIT
TDSMECYDPSSNKWVQMSNMPSSRCEAGAVVL*                                               
>Lgig_109572                                                                    
MNTLSSGLERLMSSHAHSDTTIDVEGRSFKCHRAILAAMSPYFDAMFSSGMRESITGDVSIHGISADIFGSIVNYIYSGY
DIVNEENALQVLHASALLQIECLMKRSEDFVCRKITDANCVEAYRKAMVLNCAQLKQKSKERILSNFVSLCESSEFYQMD
ADEMAMVVKEDNLECPSEEYVCDRVVDWVEYDLENREKDLKNIFTHLRLSLVKSEYIVDVLEKRDFIKKNADCVKIIDEA
KNFQLLPSRRHDFSSVYKLYRKTSTKEDVLVLISGGETPKPPYVRSKDVLAYSSQKHAWFHLAQLPYDPGIEFATCVYDN
DIFVSGGGARPRCFLRYRAKKNKWSQRGPELNFGRRRHAMVAMGSRLYVVGGFNSERPEGDKVLDVIEEYTLEDNAWREV
AKLAVPVSSVSAAALKDKIFIFGGETNTKSDTNSIQCYDTNLKCTTIIGELPMTCKLTRSVVCDDQIYIVLFDGQILRFC
DGENSELVSRIPKFERVHFGLLHLQGYLYIMGGQYVSGPDSRALCDLIGRFDTRTNTYCQLSERLPSARLLDSCAKISVE
KKFLIEEHLDE*                                                                    
>Lgig_113379                                                                    
MAGDRQIFTDSHAKSILTSMNNLRKINTLCDVTLIVQNQCFSAHRIVLAACSDYFCAMFTNKMKERDKSIIELHDISAPV
LEVLLDFVYTETVNVSVENVQELLPAACLLQLTGVKEACCTFLEKQLDSSNCLGIKIFSESHSCDSLCQAAESYSLRHFE
DVVTQDEFKSLSIDELERLISSDELQVNSEEPVFEAVITWVKFNEVERVPYLSNLLQFVRLPLLSARYITDYIDNEALVK
SCHKCRDLVDEAKKFHLRPDLRGQMNGPRMKTRIGTDDILVVVGGFGSHQNLVDTVEQYNPRTQSWSRLPDLTKRRRYVS
SASVNGCVYIFGGYDGQSRLNTVECLDISDEKPMWVTVTNMNHRRGLAGVCVYRDHIYVCGGFDGYSRHTSMERYNPATN
QWTMLSGMAKGREGAGLVEAGDMIYCIGGYDGIHLLHSAERYDPQTEQWSTISPMSTQRSGAGVSVVNDIIYVCGGYDGN
EHLSTVECYNTNTGHWTSLQHMIVPRCYVGACVLQGNLMVVAGYDGNLLLNSVELYNPLIETWEVLDGSMATPRCDAGVC
VVRVP*                                                                          
>Lgig_114310                                                                    
MSLSLRRIRFQASDNESSPGSGDESPSSSVVRTCQEKTKRDIGGPCDTNCHIDNTNPKNPTLTSKNHCCKLLQGLRSLRM
TDTLCDYSVIAEGQTIKVHRAVMAACSDYFRVMLTSDMKESREACVELKGVTASGLSFVVDFAYTGKLELTLENVEDVLS
AATHLQVADAVELCSRFIEIAITFENCVDVLNLAELYNLSATCMKARQYMLENFEIVAASEQYFKLTPIQLASMLAENKL
CVESEFKLFQLVLSWIKHDLNSRRENIALLMKNIRIPLLSGEELVEKVSREELMKTSQECVDLITEAKDYHIVVCKQPLL
QNTRTQVRSERRSLIMCHGHSVETYTFKTKKLGYLKESPVPLYNPAVVVVDNFMYVCGGKYDNNENNEIATARCFRYDPR
FDSWYETAPMNESRKDFVMVAMDGYLYSIAGQDENMVMCTVERYNIVTNDWDMRASINHSVYGHAGAVCNGLIFISGGQR
FSGCCKDVLCYTPSTDSWEVKAPLLNARCTHVMACVQDHLYVFGGNIEDNYGFPVPIIAIEIYHPETDQWTLCARTLNIR
EAGACVMDDRIYIVGGINGEHYYSDLLEEYDYRTDTLSAEEKFPTRIFGRACCILTLPQYVC*                 
>Lgig_114716                                                                    
MLAGIRTLRDRCQLFDMILNVEDIALPVHRVVLASCSDYFRAMFTDGLKESKEENIKLNGVTAMGMRNLIDFAYTSKINI
DHENVYDVLAAANHVQILPVISACEDFLKSHLDLDNCIDIMNVAELYCLKNLYQVAQQFMCRNWSIFSLSNDFLRLNFKE
FQTLLSSKFPVDCDEKSILLSVLTWAEYDSQNRNSLFVELFKFIEFENIRREDIEEIQSTPVWKTVESNEVCLSRYLNQL
DKSVVSKDWLKCSGISNLRGFQHTLIVAGGFSNEGGLTNSVWYLDQSSGNLKHLTKIPHVDQCNFGMGVLNNKLYAIGGC
FNDQMQELIHPFGFCYDSQRDTWESIAPMSQERCNFYLGVLEGRFFAIGGDPHATAGAADMALCEAYDAETNTWVDIEPM
PGNRMQHTGASLGRRLYISGGLQEQDGDVFDDLLWYDLDTNLWQTGSSMRTPRADHSMFVYNDKLYVVGGWFYDTHTQQR
VIASAIDSYNPELDCWETVATLNECRLFATYTVYDGCIYVVGGWKGGNYRKKCNTIDVFDLERGEWTDKKCQSLQLWEHS
SCTAYLPRFVS*                                                                    



>Lgig_117662                                                                    
MVNQQQGQYEIVKCVVVGDSGVGKTCLIRALACNAKYDLAELVKTHVATVWAIDHYQNDLEVLDRSWCDVDGVRVSLRLW
DTFGYHDKQREFSYKGADVIVLCFSTVKPLSLKNVRRVWYPEIRRVMPTTPIILVGTRADLRYLYNDEKYLQTQKGLLYV
YDYVYIFRPIEEKDLITPEIGRDVAKDIGAPYYESSVLSHHGIEDVFINACRAALIERRKLKFWHAQLRHVQRPLIQSPM
RIPKPTIADVIIPPSTLNSDLLQLLHHQIEGDVIFTVQGTCIQAHKICLMLTCPIFEELFSLDILRQYPTGKKNRHSLRL
SLLGTGNSSTDMDKLIESDTESVSTDGELSSQRMSGFENLLNIDNANGNFPVITSYNKKAIDTVELKYCDDPFKPSESYL
QTVVTLNREITPRAFQVILEYLYTGMVKEVACINEIKRAAEIFEMTNLIIIISNLQKNESYLNKALEKEFHEKRQSKIHE
LALGLELLTDIRFKVDDGIVSAHKPLLMARCEMMQAMFSGDFRESVAEVVPFPGVSKYTFQALQEFLYTDEPPSMTGVDF
IDLIGLTNQMCLPRLIRITENFIINELSKSEKNGEDIIEEVMSLLEPCQLHRANQLAKWCLMYLCCHYKDLHQKYHKLYK
TLEKENIDYIEKHRWPPVW*                                                            
>Lgig_119223                                                                    
MVLTDVGGGPPVSLKVVVLGDGAVGKSCLLISYTTNSFPADYIPTVFDNYSNSIMVDGRAVNVAFFDTAGQEDYDRLRPL
SYPDTDIFLLCYSVDNADSLENIKEKWIPEVDHYCPGVPKIMIACKAGMLPSRSERTIPVPKGVGEKMAKDLGLDHYTTS
ALTLQGVDVAMQESFRLGIADKKSHKHRKSKGIFGKLSKKKDTPVPPVMPPAGEAPRIEIQTSVFADQLYQMFVDAQFTD
VEFVVEEKHKIQAHKMSLCSASPHFAKILGVSQTINNIENYSLDDLNMGTTPGIAAAYYKEDETGKARLTVEISSDIKAS
TFLRVVEFLYTGKVTLNVQLSYLKELLRVAEIFKLGQLETVCLNYGNEEEFLNPSIGTFLNDQTASKIKTMFLNKPEGAD
VIFNVEGTKIYGHKSVLRSRSDVMNAMLCGHFTESAQALSEVGTTPEVFLALLEYLYTDHSPIDDVDSVGLLILANEYNV
MRLVNLCELYITKEVDKSCVKSIEKMDIDVIGLLMTAQIHNADQLSQWCLHFIASNHIAFNERDEYRLLDGENKEYIETN
QWPPLSYLAEVEEYERQMKKRGEKCVIM*                                                   
>Lgig_124272                                                                    
MAIARPPGSDFDHNWPENAECLTLDFGPFETVHQWKRMPECDEFVGARRSKHTVVAYKEAVYVFGGDNGKNMLNDLLRFD
VKDKSWGRAFTTGKPPAPRYHHSAVVHDSSMFIFGGYTGDIHSNCNLTNKNDLFEYKFNTGQWVEWKFEMRTPVARAAHG
AAVHNGKMWIFAGYDGNARLNDLWTVTLDGVSKQWEEVNQTGEIPPTCCNFALALARDSMFVFSGQSGAKITNSLFQFSF
DNKQWTRISTDHILRGAPPPPEKRYGHTMVAFDRHLYVFGGATGQTLPNELHYFDLDSQTWSINEPSADSIIPAGRLFHA
AAVVGEAMYIFGGTVDNNVRSCEIFRFQFSSYPKCTLHEDYGRLLESKQFCDVSFIVGELKTPIPAHISLVCARSPWLRD
KIKKSKNQARIDAAEVSSDVKTSGMLNVYLPDAKPRAFEMVLSYIYTDRIHPTKTGESNDPHSNEVILIMMDVYRLSLQF
YMSRLEQLCIQYLETCIGNKNVLVALQNAAKLKLDFLKEYCLRFIIKESNYNQIVMSKEFESVDQTLMVEIIRRHQIPHP
RLLDTHNDLIQSNSLEKDMEAFLKTSGHEFCDITLMLDNIAIQGHKAILAARGSYFEAMFRSFMPDNNTVKITIGEMVPS
VQAFNSLLRYIYYGDVVMPPEDSLYLFPAPYFFGFTNNRLQAFCKHNLEMNVSFKNVIQILEAADKIQALDMKKHALNII
VHHFPKVARLPHIRKLTRDLLLDVIDALADDLSDSRLCQDMSSPSLNDSINIYKPYSMDNL*                  
>Lgig_124742                                                                    
MDFSKFRESGELSDITITVDDVEFKLHKFPLYAKSDYFRNLSRQANSKEKSVTLENFPGGAEIFSLVADFCYNMVLPLTK
SNIVQIRCAASQLEMDGHGNLADIADKFLQDTITSAKMSRSIQSIVTLLINCGKTGDLAEEAGIVTLCVDAL        
>Lgig_127223                                                                    
MKSSKKTFSRNINDYIIRPLLRQRETGELCDVSIKLNGQTYQAHKAILALWSPYFLSMFTCDMREKVAGDVDLSESMLLD
SDSVFSSVLDYMYTGSINISTGNIEDIVRISDFLLLDDVKDYCKQFYLEL                              
>Lgig_131914                                                                    
MYDYKCDIKLKCGNANFKAHREVLSAASDYFSAMFSHNMKEKEQDVIELKGISPAGISVILDYFYHGFVTIEPTNIEDIL
EAARFFQVEWLVEVCCKFLVHHLGLDNYTEVLTLSDKYFLGDLRWDIFRFLGNNLPELAKTPTFFENLSLELLSSFLKED
VYIDTTEDYLLYICHKWVKADLEKREAYLLPLLRLIRFPLM                                       
>Lgig_132245                                                                    
MFYDVVVNVKNQSFKAHKVILSCFSKYFADSFIVSSGKTKHPLEIKLNGITSNAFKIFLEFVYSGVLEMKPEIIGELALA
AEFLEINCLKEKTMEFMNSITPDQALVVIETGSIPCTSEIFKTSYETVMEHFGECYDTNAFNYLSLDNVCAILRDDRLVI
FTEMDVFWAGLKWIAFHMNERSPFLNKVMECVRFPYLTQAEIFKCLETTDLLRTSDKCKEILIHANWEAFSCEVYDPIEP
EKEPEKTPDETEPKFVPSLYYIIYYQFFISADKQMQRYSAKAEQWRFFGQLPAPRHHHAVALLGGSIYLAGKRNMFMRNE
TATKAVFQYDPEQKSWKLCGPMNSCRMFFKLIALYGMLYAIAGEDDRHQILASAECYNPKTNGWIYVSSMHWPRKGFAAT
ACEGKIYVAGGHGESVGKKVALPILQSVESFDPRSNQ*                                          
>Lgig_133026                                                                    
MSLVKDEHNKCLRQSLKRFYEEEMLTDVVINVSGRKFKCHRIILASLSVYYETLFHSQFIDAQEKELTLQVDGSTFEEVI
NFMYCRTDTINTLNAENLFKIADFLQIESLKEVLEQQLLKDLSVENCLEWFRLADLYNCPRLLEKSLSMTAGNFGSVFDN
DQFLLLSSNLICNVLSKTNLSVPSEENIFEAVVKWYRADIKGRKSSLSFILEQIRFPQMSLGYLEKVGKESFMKPLSRLR
LIEEAKNYQSNPHLRYVKMSPSCMKHPLFLK*                                                
>Lgig_135113                                                                    
MQKKFSMQTCNVLAELRRTGDFCDAVIKVQSRSFPIHRNILSACSPYFRALFKYQHLSNGRIEVTIPGVSSEIMNELIEY
AYTRDIEIDSENVEELLPAADQFLVSGLVKSCCDFLANQIVPENCIGIRKFAKTYFCNSLERTALRYILQNFTTVHKTST
EFLQLGVEELNEILSSDDLNVKNEELVFDAVIHWTDHDPEKRRCHMAEILKTIRLGLLTTEYFIQKVKSHPYVKESAECK
PIIIETLKFLYDLDMDEEKEVDLNHPLAKPRVPHEILFVIGGWSGGSPTTMMESYDTRADRWIVCEYADKEARAYHGTVA
CEKRVYVIGGFDGAEYFNSVRCFNPITKKWSEVSPMNCKRCYVSVAVLKSQIYAMGGYDGHFRQNTAEKYTRRKNQWSLI
QPMNVQRSDASATSLDGKNKLSVLGRRRKEATFIHRPILNP*                                      
>Lgig_136271                                                                    
QFQVHKALLAATSDYFRVMFGGVMAESKQNVVDLKGVTADGLNHVIDFIYSGEMALTLDNLTEIINTASHLQVSSAIDVC
SNFITSLMTFENAEDFLNIADTYSLDKVMSHWDSMIQDKFFEFTQTQAFLKLDAENLAKHLERNTLRSTSEYRLFLSLDK



WFRFNPARITTDAPNVLSHIRFALMSEGELASVRESDIIKRCPGAQQLVAKGFFYHNDCKKGHPSIEEVSNVRSSALCLV
LVHHGTPYMPFQVTAYNHHAGLFYSIFSDVDGNRDCRIASVDNFAYICRVVDYGGGSLMSSLFRFDPRHLVGQELRPMSR
PRLDFALVSFNRCLYVFGGSTEQFAILDSVECYNVLTDFWDTVLPLPTPVHSLAATTFRSKIYLSGGVSGQERQPTNSFL
CFDPTTQRYETKPGMFYARRLHDIVGYEQRIFVLGGIPRPGIPLHGQIPIECFDLRTNQWTMLSSTLSGRSVGHYINFEG
QILSLGHEHHNATEDEIWLYDADLDDWSKYAKAPQRTSLNSAMCTQLFINFDDEKISNKYMKEK*               
>Lgig_137657                                                                    
MDSQTLSLVLDYIYTGQVILTEETVQNLLSASNLFQLLSLRDGCAQFMMNHVTVSNCIGIYFFAKAHQCEVLASKAKEMI
NNQFSTLCHQQEFLLLPADKLVEIIKDSDINVSGEEIVYEACMEWLNHDMDSRYKHLVDVINCVRFANISSYYFCDRIEK
NTSLNDCPEIQKTLGVIRYYHMLRNRQQEMDLNLMPRKGMLYERGVMILANPYTEDALKKYNTMELLLPKTGEVITICRV
AVTGDNQIYLGGGAIRKINYRGFITMEGVCSGFYLFDQLEATWTCKTKMMVSRSQFTLTVVDGYIFAVGGHDENDILNSV
ERYDPHTNTWCMVAPLPQPLRLMTSVSYRGKLYVFGGETNSDFSNNAYRYDPATDKWTTLASMSTQRVLAGSVIYNEKIY
VIGGNSAISDKWKKEYLPEHCVSSVEIFDPVTDTWSPGPELPNALCGAGKWLNIYVCLILYTL*                
>Lgig_143089                                                                    
MSQETGEHNPGNPAFNLSSLSHDLPAAPFNYEMKTLFKDNFKTLYDFYESGDLCDVEINVNKRSFKCHKMVLACSSLYFR
AMFTSEMAESKQDTVTIHDIDESAMEKLIKFAYTSKIVLTVENVQPILFAASILQIETVAGACCDFMKTHLHSSNCIDVR
NFAEQHNRVELMRMADDYILDHFIEITDTEEFKNMSFKLLLHAVSSQDLHVDNESQVYESVVKWINVDLKTRKDHLAALL
TAIKFPLMSPTYLLDSVESNPMVKSNLECRDLLDEAKYYQMSLANLVPDFKVNQRTRPRKSYAGVLFCVGGRGSSGDPFK
SIECYDPRKNRWFPVAEMNTRRRHVGVCSANGLLYAVGGHDGNEHLNSGEVFDPKTNQWKQIAPMGTLRRGIALAGLGGP
IYAVGGLDDTACFNSVERYDPASDVWTFVASMNTRRGGVGVAALKGQIYALGGNDGNSSLDKCERYDPFVNKWTSLANMK
ERRAGAGVAVLDGNIFVVGGFDDNSPLSSMEKYDYSTDTWTLVAPMSTCRGGVGVGTLGGYLYAVGGHDGSNYLNSVEAY
DPINNSWEIVKSIQQFRAGAGVAFCECSAKHLRHIVRGHVEQLQCV*                                 
>Lgig_143975                                                                    
MEIKLKDDGYSDDLITTLNTFRKRGEFCDLTLKVGNEKVFASRVILAANSQYFRSMFSGGFCESSSPTTEIDLTGIATSI
SIVEHCIDSLYSG                                                                   
>Lgig_177172                                                                    
MSDIHFKVGKEPNEEVIPAHKFVLCVGSAVFDALFNGGMASSENMIEIPDVEPSAFLALLRFLYSDEVQIGPETVMTTLY
TAKKYAVPALERACVEFLKRNLSSDNAFLLLTQARLFDEPQLAALCLETIDKNTTEALVADGFTDIDIDTLCVVLERDSL
GIRECKLFHAVCQWAKAECMKKNLTPSPENQRQVLDRSLRLIRFPLMTVEEFAMGAAQSGILEDREVVELFLYFTVNPKP
NINFLDVPRCCLTGKEQVVSRFCQIESRWGYSGTSDRIRFMVNRRIFVVGFGLYGSIHGPTEYAVNIQIIHNDTGKVMGS
NDTSFPCDGTTSTFRVMFKEPVEILPNTSYIACTTLKGPDSYYGSKGLRKVTHESVSSGKVTFQFTYAAGNNNGTSVEDG
QIPEIIFYT*                                                                      
>Lgig_177842                                                                    
MAAQLNLPLERPVVNSPVSDDNSDQTVTVTPPSKTLTLALNSPEGIDCYGNERKALLDQGKFYNNPVLSDIKLVVGGQKY
YSHKLILVKCSDVFERMFSSDWSDENLKEVELKEDSICIGVFPRFLKFLYTNHIKLNTDNSLPILILADKYNIVDLKNVC
INFASTCIIPKLQLKDVFHIWFQYATKCYHQTLITCSVQTLSDKMEDITSTVEWETEWMNLDQDQLIEFLKSSELIIKDE
YALWKATIKWLNAPQNVEKIQENLKKVLCYIRFPMMVPEQLCEIESSAIVEQNTELFQHHLKSAYKYHSLPLTTRANMKE
FSSSAFLLRNYSDLRWDKRLIIPKYSTLPKGEEVSLRFATRASSFPAQTWEWELKISPKGFSPTCDDLRTILYSNLILDQ
PRPVEYLLSVVGSDQILQSVCGRKNFTKARYSIDTELEKKISVSDLMTSNSPLLVNDCLHLQIHLKPVE*          
>Lgig_177864                                                                    
MADDVVVFKREDLPSTAFPVIADIRRQGKLCDVGDQRFSAHRIILAASIPYFNAMFTHDMVESKQGEICMQGIDPSALES
LVNFAYDGRLQIDAGSVQSLLIAASFLHLQCVKEACCDFLQNRLHPQNCLGVRSFADQYMCTSLVEAANKFIQNNFKQVS
VTDEFMSLSKAEFVDILSRDELNVSNEEQVFEAALSWVKKDLDNRKDISLKFYKKYFVIENYLLDEARDYHLMPERRPLL
QTFKTKPRCCTDVPGMIYAVGGLTSSGESLSTVERYDPIVDRWKIAEAMSTMRSRVGVAVLEGKLYAIGGNDGAERLNTV
EVFEPEKKQWKKVAPMNCKRSAQGAAALNGQLYVCGGYDGVSSLKSVEIYDPKTDVWAMITDMQKLRSAAGVAVLQGEIY
ACGGHDGLSIYDSVELYNTALGSWQSVAPMQSKRCRLGVAALNGKLYAAGGYDGSVFLRTVECYDPAENKWKFVASMARK
RSRVSLVATYGRLYAIGGYDGITNLNSVEYYDPSTDTWKFAKIMSAHEGGVGVGVIPIEESV*                 
>Lgig_179800                                                                    
MNELRLKEHLCDIVLRVEDCKYQAHKIVLAGCSPYLRAMFTNGMQETEQSLVEIHGMEAKTMNLLLEFMYTGLLEINIAN
VQDILQGASLLGLSALRTNCSQFLEGQLAASNCLGIHYFADMYGLTELASYARQFMFQNFLEIVRSDEFYELSQERLLNL
LNSDKLRVVSEHQVFEAACAWIQYDPVGRSHCACAILQNIRLALLDLTYLENIVIKSEFFNNCAKCQLVISKAIRTQQDN
VAMEMITPRAQPPCIYVVGGRNSTDCQLSSMERYDFLTDRWVANVNCNMNIARTAVGVTCQEGLLYAIGGECALLETQED
TLYLRCVECFDPVIKQWLPKPEMKVARSFVAVAAARGCIYAIGGEDRSCSYNIVEKYDPKAEKWSFTTNLKRKRAGAGVA
VCDGRIYVAGGFDKTLHMDRASVECYDPDTQDWTFVAEMEKGRSGLSLVTCDQFIYAIGGRFRHLDQYFDLVERFNTVTK
QWTTITPMNTSRAWPGVALFDGLIYVLGGFDGQSRLCSAEVYNPETDQWSTIKDMNIHRAGCGAGVV*            
>Lgig_154271                                                                    
MEFNTTSPLLSTEDLKFDLEFESDNDSVTSSGYDSGNPNAPEYWSDSDNEELFDDNDDLMIYENSKPIINTMEYILSMPS
LCDVIFIVGEEKTQQMGLKAALASRNRYLCKLIIEEENKMREEEMKMEIKKSKFSVFKKKTNKPTQQKLTINIEHYDAEV
FDKILNFLHLGQVCVTPETVIGLMCAAEEFDIPELQKACWDFSFRCLDNGNVATIVNSSKQYRSRLAAHMLTSKLIEMAH
GPRTTSV*                                                                        
>Lgig_157498                                                                    
MHFTIMKHPKEALEIMNILLRTNKLCDVTLAVGEEKFLVHKIVLAAASPYFRAMFTGGMREEEMSVIHLHGISACTLSSL
IEFAYTAEIRINELNVCYLLSAATMFQMTHVVEACSVFLEHQLDPSNCIGISNFASEHGCTELESKAKTFILKNFCEVIK



CDEFLMLSPCQMISLIKQDELNIKCESEVFQAVIRWVEYDPDKRLLKLENLLNAVRLHFLSPCFLESQLKGCKILQKMPQ
CLQTLSEKLKKLQLHEKCPERPRRFSPLVVFCAGGYLRQSLSNFECYNPQLNQWSRLPDLLVPRSGLSACHARGTLYVIG
GRNNSPDGNMDSASADMYDTLRNAWTPRTPMTVPRNRVGVAVIDNMIYAVGGSQGQQHHCSAERYDPDLDQWKAVASMST
KRIGVGCAVVNRLLFAVGGYDGQNRLRSVERYNPEKDEWNFVAPMNTMRSGAGVATMDSFIYAVGGYDSNCQLRTVERYC
VESNTWKFVASMNSPRSALSVAVIDDKLYALGGYDGEDFLSSVECYDADKDEWAECTNMTCGRSGHGVSVGAEPST*   
>Lgig_157976                                                                    
MESSTSSVNLTKYDQLETEDCFPDSDESHSSGYDSCDSSECGSVKVKVNETKCRKPASETMVFKSQESLCDSLDYILSMP
ELCDVVFLVGENKTPVYGVKAILATRSRVFYQMILQKQKEVKAKKVKGDKFKGKLVLEVMNYEEDIFRRFISFIHCGKIK
TDVNSVIGLFCASVEFSMKDLKQACWDYFLRCLDNQTETLMTSLEFYSHHRGIKHIMNKLYGVQQ*              
>Lgig_157985                                                                    
MESCTSSVNLTKYDQLETEDCFSDSDESHSSGYDSCDSSECGSVKVRVNETKCRKRASETMVFKSQESLCDSLDYILSMP
ELCDVVFLVGENKTPVYGVKAILATRSRVFYQMILQKQKEVKAKKVKGDKFKGKLVLEVMNYEEDIFRRFISFIHCGKIR
ADVTSVIGLFCAAVEYGMKDLKQACWDYFLRCLDNQTETLMTSLEFYSHHRGIKHIMNKIYNVV*               
>Lgig_159792                                                                    
MAEEQVPEEGMARNYEQELTELKEEFEKLQEHLSNVEVRYQTEIQETNKQKENDFAVQLMNVVTNLFGRSQYSDLKILLE
NGNELCVHKLVLLSRSNDWDVPDLDEVDVLDLKGIKYDVAYSMLKWVYTDQIEFEENKENLVEMLKLSTKFKLEPLQIRC
QNFMIEIVNVDNCNTFYQAASETSAELLKDYCQEFLSKHQEILDIHDDLEQTNLTFPEIYRLQNQVGELDEDKIESLITV
QEYNESVQLKKPKTTSKLPFACVICGLQFPNEAEFTSHGDVHTQSESFICKLCGHRFKTDAEVKLHLIQHSKKPVVKFVC
NICHKPFTEKRSFIKHMRIHEGVGIKCEICNRIFMSKADLDRHHTVHTQEKPFKCSFCEKRFRLKPQMKTHLVLHTGEKR
FECD                                                                            
>Lgig_159829                                                                    
MADENGTSSRDDHLQIPDFKALVEELAEVKTEYEELKSHIVELEKKYERMLSVKSGGGDGEINISARLQLLTADLFNNSM
FSDIVIMLQGGTQVKAHKLILAASGNDWGVEQFDTIDMLDLTDMRYEVCYAMIKWVYTDEFDFHHKINDDFLIELMQAAS
ICKLDSLFIRCQKALLAVLNSENYDKILKSSEDLSADILYEQCLKFTGVPHNKTGTELLVQKLKQHIGEQQIDLIIPDNF
TPTSAINYRIQSSDNKRLANEGNSITVYVSNSEELLNNVLSEDIAETYETLEETSEIPKSTSGTIDINSTETSENSHLNE
MLYSSSLTSISASHNQKVETVDYGPECVDIGPEHGDIGPECVDIDPEHDDIGPEHVDNGPVTSSQHCSNTTNSEVTNKIS
LKQGEIPSENHYFELVEDSVEDIPSEKFDLGTNSMHLTSDGALLAFENHSNASLQETYVDQTEDSLHIHKDKDSVIIT  
>Lgig_159873                                                                    
MFVLAEEINEELSDIKLEYENLRSQLCKLENLLCKENGGEFGLSTRLQLQASKLFNTDQFSDVQVILKGGNHIKAHKMIL
AASGDDWGVEQFDHVDMLDLTDLRYDVGYALMKWVYTDDFGGYSVQLDDNFFIEMMQAAKVCKLKALHIRCQKALSTMVN
NETCERFLKLSEEFDAKILKENCEKLLGKKTVINLPRMESQFERQVTKDTEQI*                          
>Lgig_160378                                                                    
MQGSRLSPKNKEDETCERYIFKDHNHKTVNKLSKLFINKQLCDVTLKIEGKDLEAHKAILAINSDYFEAMFSHWYGESNE
HSVKLENLNYHAVCTIVKFMYTGTISLTTENVKDVFIASDLLQMLHIKSLCSGYMVNVLDASNCMGMLSLGEVYNCQYLY
DKSMKLLALQFPLVSSTSELYQISFHKLLDILASDDLNLGHEREALVLKVVVKWLDRNGSIDRDDLSLLLTYIRMKHIDK
TILQSLLDSSIYFHSQDKKEMVMKQLETCNECEKRNLNQSIYVFGGFLQSRTGPLCPRLKTCEKYNVEKDSWKNIEGLLK
TSSNAQIINIKGRILYFEPSSSEGTPQILEYNVVQNTWKTAVLNLSHDVQSLIHNYSRGGELILYDDQNDWLYLVHKSVR
KLILEFDEGEICCKQYETLSNTEQLDYEEYSCVVCNNELYLMGGVFKKSLTESEVKADVVCFSRNEWKRKADMLERRGMF
GAVYLDRYISQFYIIDGYISQIYIIDGYIYVLGGFNTRRVNTVERYNVHLNQWSYIANLIKERSHLKAVVCSQTIYVMGG
KSYSSNHCGARKVLNTCEVYDPVINSWRYIQSMKNSRCVFGAIAF*                                  
>Lgig_162307                                                                    
MEHPPSTARLAYTSDKHPRQTFESINLLRKNRELCDVVLIVGVKKIFAHRVILSACSPYFHAMFTCELAESRQTEVPIRD
IDENAMELLIDFCYTSNITVEESNVQTLLPAACLLQLVEIQDVCCEFLRRQLDPSNCLGIRAFADTHACRDLLRIADKFT
QNNFQDVMESEEFLLLPVNQLVEIISSDELNVRSEEQVYQAVMGWVKYSIQERRQHLPTVLQHVRLPRMSAKFLVGTVGS
DLLIRSDEACRDLVDEAKNYLLLPQERPLMQGPRTRPRKPIKCGEVLFAVGGWCSGDAISSVEKYDPQANEWRLVAPMSK
RRCGVGVAVLNDLLYAVGGHDGQSYLNSIERYDPHTNQWSSDVAPTSSCRTSVGVAVLGDYLYAVGGQDGVSCLNYVERY
DPQTNKWNKVTSMSTRRLGVGVAVLGGSLYAVGGSDGTCPLNTVERYDPRNNRWNAVASMGTRRKHLGVAVFNNMIYAVG
GRDDTTELSSAERYNPQTNMWQPVVAMTSRRSGVGLAVVNGQLMAIGGFDGTTYLKTVEVYDPETNCWRIVGGMNYRRLG
GGVGVVKMPSNDSHIW*                                                               
>Lgig_162329                                                                    
MARPKENVILSEAFEQKCQREKEKLKVELKRNLKEDIIRLLTEEIHPDVNITDGVDVVPSHLLILKARAKRLFEIVKIDS
DKYDSINKVNIPWSNCRRLEDFVKQLYYTENVNSLIDEIEDSLNHKTTKKIDDLNHNSCYSNHKNNTLNPTPESNSQNTG
EIHLSDVHLTENVNTVENFNCNPVSICISVNEESRNGENVCEGKENISITDNNGSTSITKDNVSTSIAKDNVSTSIAKDN
VSTSIAKDNVSTSVAADNVSTSIAADNVSTSVTDDNVSTSVTDDNVSTSVTDDNVSTLVTDNTNLPDLIKLSYSLSLPHQ
CCSILGEDLLRAFLQEMCCDCSLVVAGQQFKAHKFVFYFIFQKKCILAARSEYFEAMLGGQWRESDSQTIELEGINPGAV
EQALLYLYGGVIDVIETCNVPDLLVVGDMYGMKGLKHISSFLIIKDYCHFFHKPCSSCLSLAGDALTLAVTYNLQDLQEK
CIKWINRYFTKFWSSRSFASQHEDILTLCCDQLISQISEQNVVDMIMDSHKLQGNVPHVKWAEPILHLTSQLMTATIQFI
SNNFISIMGSKQFLGWEKGAAWNLSVLEDIFGQVIESVSPSNGCKIYQALLRLDEYNASLEDSSGREDLHEFIKYLLKKS
ETFLRVNIHQVTLTEDWAVLPETIRNKILSCASYVCFDSGNNMTRKRPPKLPSSRKTNISGAVIQSLRDDHEFKKKATSL
NKNSTNSKKLISNSGSHTKSKQISNKTPVTSSASAANPSLPSTSRQNGHPKSGKSSKVIKKVGSIPKEEIGDSSKEVTHS
YLRLKAAPSYHRQISWSPESDRIPSPSNTSPRITTKIPIFRSSSLSPFQERSRPRSPDTVSVTRYADTNQSLLATQSSQV
KEADGLAEPVVLRKHKTLTDDMKERRWSSPAYTIISSDDSQLLKRSTSTMSSCLESRSIGRDSRTRLLPLFEVVFHQPSQ



*                                                                               
>Lgig_162549                                                                    
MESYTSSVDLTKYDQLEREDFDSDSDESQSSGYDSCDSSECSSVKVKVNETKCRQPSSETMVFKSQESLCVSLDYILSMP
ELCDVVFLVGQNKTPVYGVKAILATRSRVFYQMILQKQKQVKASKKVKDDKFKGQLVLEVMNYDEDVFRRLISFIHCGKV
KVDVLSVIGLFCAAVEYDMKDLKKACWDYFLRCLNNHKEVLLETVKNFNSHRGIKHILDKIYNCVTV*            
>Lgig_162550                                                                    
MESYTSSVDLTKYDQLEREDFDSDSDENHSSGYDSCDSSEFGSVKVKVNETKCRQPSSETMVFKSQESLCDSLDYILSMP
ELCDVVFLVGQNKTPVYGVKAILATRSRVFYQMILQKQKQAKASKKVKDDKFKGQLVLEVMNYDEDVFRRLISFIHCGKV
KVDVLSVIGLFCAAVEYDTKDLKKACWDFFLRCLGNQKETLMTSLELYSHHRGIKHIMNKLYDVQQ*             
>Lgig_163705                                                                    
MEVEYSYNIDLSNNGEYNNQLLKSLVQFRKDGTFCDVRLMVNGACVNAHRNVLAARSSYFEAMFSGNFQENVVDGVAVID
LSNVAEDVSHLEKIIDAIYEGSCTVTHSTTPGIFHLASFFMFEDLQARLVDNLVVRTYTSLRTILQGYILAVTYEIENLK
KTCLCVIDSRFHDYFIYQEEILALTDDQMKYLFSRKVHRYCSPLKIICFLLRWIKHNSDDKRVQYIEDSLEILKPILEPL
KHEKLLKTKLFLEKYKIDNISDEYLSVVKDLIIDIVSNLSSESNTVSKTIQPCDKTRCLIIVVPDKNLIQDVYKKEFEYT
LSKIDGKRVCLNPPRHNRQQVMKVAIYDMDLENWFEVGDFIPLAKFDNRNNWKAASLNDKIYFVSLHLRICYSLSLKTLM
CQEISIKDILDQFEGEIKSIMPLAVNNQLYALASNCRQIVAELKTEQKYFKLEEDLTWTFVAGIEHEHSNTPASLINAFN
KKVIAVKASIVVSLGKNLLEIKDGHVFDTVSSTIKKFSGPCYLSSPVRLLVKGDNLFIIDAEGWMRQYDWDIEEWMFPEK
IDLSCVRYCRSVASESEYPCLSHVSTNSGDSIWEIVNHGAFNSYLLKIDIDNDGELHTTKCSPPPFKYFTLCTAGTCSTE
LLQSLNDSQYLDPDI*                                                                
>Lgig_166873                                                                    
MMKSIKNTPRRSPPPPPPPLPTSKVSEDHNWQATQTTVRERNAVMFNNPLMADVQFTVGVAPNQQQIPGHKYILATGSSV
FFAMFYGGLASETKEVDIPDVEPQAFLNLLRYLYCDEIHLEPDNVLATLYAAKKYIVPHLARICVRFLETSLSARNACVL
LSQGRLFEEVELMQRCWEVIDAQAEEAFKSEGFAEIDYKTLETILSRETLNAKELSIYKAVSRWADAECKRQGIDSNAEH
QRKVLGDCFKLLRLPTMTLSEFANGPAQSGLLTLEEANSIFLNYTARRKPQLTFNKNHRKGLQQYRVHRFQSSAYRSNQW
RYRGRCDSIQFSVDRRIFVAGFGLYGSSKGAAEYQVRIELKKNGLILGQNITKFKSDGSSNIFPVMFDNPIQVEAETFYT
ASAVLDGTELSYFGQEGLAEIQCGKVAFQFQCSSDSTNGTGVQGGQIPELIFYS*                         
>Lgig_167174                                                                    
MEVGFVCLEMRLDDWRQSLFKRHIRKFYGRYSEKYYYLLVVEVYKILGRKRFKPYDMESEYDDGDMVKSKDEVCCCCLKS
SKGKNCLRLNGKKCSVAKTGEKIQKLFGLTDTGSRKKYLNLTLKNALICRGCLIKLDKFEEFTSSLRLSTDTFLGDSKQD
DAKRIRAAPKLARGNRDDNCTNTTCVNIKAKYLNLHSKVFELEDMVHTSQIKLSDEELLKSFFQITAKLFGKKLYSDIDV
YLEGGHVIHGHKIILSIHSLDWGIDGFDNSDELYLTDVKFDVGFAILKCIYTDKLDIDKLIDSDLLELYGACSRYKLSIL
FKRTEEVLRCKLKEDNVEMIYKYAVDKKFDKLINYCKAFKQTHDMNVEDDQDIKVEPDSDEESQSSVSITTNKSSVDHSS
IVDSNRQIRIVLNKIDSSHLEPGIDCKSTESELVDKDLEDSDVSIKQENESEVEGENNDDIDDVLENDDDDDPMNDIDDD
GSNTDKNDDEYSASGHVHTK                                                            
>Lgig_167228                                                                    
MDAENARLRKKLNSLEEDYKRLQDHISHIELKYQAALIKEGGDIDEIDEDYRPSEDKLSTKLLRTVSDLFNNRLYSDIKM
KLEDGSIMYGHKVILASRSKHWGVYDLNEVNTLDFTNISYEVIHDIMKWVYTDDIDLFEYKEDFLTELLEVTLRFQLMSL
DIRCQKALISLIDKNNCQKFMTLSNELCADLLKKFCKEFMSQAQIEDISGVDELQFEEDSMSDEESLESDNTSPVSDNNS
LHTDNNSLHTDNNSLHTDNTLHTDNNSLHTDNNSLHTDNNSLHTDSTLHTDNNSLHTDNNSLQTDSTLHTDNNSLHTDNT
ATDKSPDGSNTSPDTVGADNTLPDIDKDNNLLDADSTLAETNDKIPDAGNTAFKSDNTSVEIENEANDNGVEAIEEVVEI
DGEISLEYLPQAFIDTCNTMNGIGTSKEALKPDSVSLLENGTGQEQKLEKQVETMKVSAEVKHEDV              
>Lgig_167463                                                                    
MASDPTDLMEVSLEPVGLVSIEDPVSLDGSAVIYIDNQMAVDQTEPMIVSQEDIDNSILAQDIDNSILAQDQLKSELLED
QVTMKLDDPATTSTLEGLVTEAPIEDLEKELNSVREEYVRLQDHLADIELKYQSALANEKEGRGSQFSTELQTVVANLFN
CEKYSDVQVLLEDDKIFYGHKLILAARSLYWGVTDLSLAPSIDFKHVNNDVAMAVLKWIYTDDIDIENVSVDFLMELLKV
SSKYHLETLFTRSQKILITRITTENSQKLYRLANELPSTTLKNHCLEYMTRGKDGVVIVTDDLSGNSPIKTSSTDQLHCD
VCSKSFTTPAKLKRHLLTHTGEKRFKCPVCGKGVMEKTTLKKHLRSQHPNEDLEVEYSCSICCRPFTDEDELQKHKNLHL
LDPIDHVCKFCFVKFPSHSQLQRHMIVHTNKKPFGCDECMKKFTSKYSLDDHTRKFHPDLAKTLPPRRQNSKTGLDKLKC
DLCDLMFRYEKRLVVHRRTHTGEKPLQCDVCNKCFTGKNSLNYHLKTHQERTKKCDVCGKCFYLEYQLKLHQRIHTGVKP
FQCQLCERTFRFRESLVVHMRIHRNEKPFVCEVCGNSYRTQWLIKRHKRTHTGEKPYVCEICKKGFTSSSILKRHKLNVH
KTSDASVNTSHIISNQSGGEFSSLNISTDQSVTEYTNVQIQDLDFHSAEINPDVEESIVEIPYGDQPVEIVKSENDEVSD
ESGRLSVSCDSSITEDQLTSLEKGESPSSEKLAKNQVKCDVCSKSFYSLRQLKKHVNTIHKVKFECKTCHTLFDTERKLN
LHQVSHEKEIICDECEKEFDTEQKLRRHILFHHKNDFSCNFCNVVFDTHQKLREHYVTHKDKVPFKCHLCIKIFSMEDDF
KNHLENVHKVEKPEYFCSICNKPCDDEVKLKDHEKLHDTDESDHICKYCGRDCQNHSKFLKHMLTHLGIQPFPCRHCSKS
FGTDSSLERHNRSYHAKLEGLEPTSSKRKPKQPLKCSYCEETFTAPKVLQEHERKHTGEKPFECDVCKQTFRLVDSYRSH
IKIHKGKPHMCDICGDCFVLKGQLTRHRRKHTGETPFKCELCPREFKYYNSIKIHMSSHTGHKPLVCETCGKGSFTQSDF
KRHLKVHTNERPFTCDICHKKFKSTNCVTRHKRLTHNKIVKGEKTDDFENGGQIIHLADDMNSNSLVTTLQVSNEDPTIP
HTIYVFHEKKCEMELNPPKYGKKPFQCETCQKVLSCFQKYKRHKLVHSKEKPFKCSECGKGLADNSSLIYHKRTYHSHDS
TKEVPTDYVCQVCDFKTSRKLDYCKHLKKSHPDLAANLPNQKKSGSEQHRETCSVCSLTFGNKRKLETHMRIHTGEKPFS
CDRCGQNFRREDSFKYHLLTHGEKQHQCE                                                   
>Lgig_170454                                                                    
MSSMGSDYDAESVPEVANNCPIEEDDEFTKPTEFTDLTLVVEGKQLHTARYLLITASPVFKVMLTTTHFKEKNADKIDLP



CETFRDVQLLLKYISPDAGVLTADASERLLPIADKYQIEGLKSRCINCLCLDLKENPDGRLISLLSLTEQLGLDVLKEQC
IELLLDTHIDELTDYIHYDAPQKSTVSWHSVWRILRRHLEKLSTLTSMVNSMKALASKHAYHCRCATSNKRYCCKPKCSA
TTHQHDFVPCNWNEECLNNFARDLLTKGEIKNILKK*                                           
>Lgig_171795                                                                    
MAEADERSELMAIKEEYMKLQDHLADAELRYHTLLNIKEEENKVNIDYDRNLHKFVSKLFNKSNYSDIVILLEDGHLISA
HKVILASRSQDWGVEDFLLTDHIDLSGIISEI*                                               
>Lgig_172763                                                                    
MNSEESKIPLLQADYLNNDDIVDSVVTNSETDLLLISHFKTNFPEKRQVMVFKEKQPAVVTLLPELCDVIFLVGKNKMPV
FAVKSIIISQSRVLYQMLLDNKREKTGSKRPPNASKARVMLPDYHPNVIQKLIDFLHSGKLRLTTRNIVGLYCAAVEFDV
LEVRRVCSHYLNSLKPHQIPHVKLSLYSYGCKPGVKYILNILNWTKRCQISIQRAS*                       
>Lgig_173854                                                                    
MSDMSDEISIDSEASFSSKDHLEFLIDNVSKFRMEGGYTDITIKIEDHKFDCHKIVLAAGSAYFRSMFSSGMEESRQNVV
ELKQLDGKVFEHVLQFIYTGSVNITGLMVQELFTQAHLFQITPLVELTVQFFQQNMNDNNCLAALTLADLHNHKPLYEFS
KKYACAHFSSVVLDEDFMKLSVDCIVDLLRDRRLNCKSEDIVFKAAVKWLEFDPDQRRKSRFKVLECVKYPLITESYLMD
VVIKMGHLSEEDKEKDLLDDAIMFHLVPSRRDMLNSYQITPRFSFPYFECAVLLGGRVMDGLSNEVECYRATTNDFISLK
TLPFKKRNEFAACTMGNEIYVSGGLRSSEFWKYDPNFETWLKGSNMMHARRRHAMASVDDCIYVLGGFDEEVVLCSIEKW
NKKSNTWEEAGSLNTAVENMGFVAFGKKIYLFGGKNSEELVTNTVQCFDTSSGQCEVLQNGLPANDMCLNACVLNSQIYI
VGLEGVFRYTPASDKWDILSDMSYPRDFVSLAILDAKLYAFGGRRRGAKDNLYSDVIEYYDPEANQWYITGTLNMNMYSY
GCVQKQYHIGAIYVLKYAHFVWFKLWQ*                                                    
>Lgig_175448                                                                    
MEVGDSNEDGSMQKKFSMQACNVLAELRRTGDFCDAVIKVQSKRFPVHRNILSACSPYFRALFKNQEGNNKRIEVTIPGV
SPGIMNELIEYAYTRDIKIHPENVEELLPAAEQFHVTGLVKACCDFLTDQLAPENCIGIRAFAKAYFCHTLERTALKYIL
KNFCSLHQYSNEFLQLNVDEVSEILSCDNLNVKNEELVFDAVLRWIDYDPERRRCHIAKILKTIRLGLLTTQYFVEKVKS
HPYVKESSACKPIIIETLKFLYDLDMDEEKEVDLNHPLAKPRVPHEVLFVIGGWSGGSPTTMVETYDTRADRWIVCKTVD
KEARAYHGTVAYDMRIYVIGGFDGVEYFNSVRCFNPLTKIWSEVSPMNCKRCYVSVAVLEPYIYAMGGYNGHDRQYSAER
YSKQRNQWSLIQSMNIPRSDASATDLEGKIYICGGFNGQECLNSAEYYDPETNQWTLLRPMRNKRSGVGVIAYRGHLYAL
GGFNGVSRMNTGERFSLVTNSWQTIPEMDNSRSNFAIEIIDDMIFAIGGFNGVTTIFNVECYDSVTDEWYHATDMTVYRS
ALSACVIRGLPNIEDFIQQGRE*                                                         
>Lgig_186404                                                                    
MNVNSGSSSVLDTEVDEQKKDGVIQKKFSMQACNVLAELRRAGDFCDAVIKVQSKCFPVHRNILSACSPYFRALFKNQEG
NNKRIEVTIPGVSPGIMNELIEYAYTRDIKINPENVEELLPAAEQFHVTGLVKACCGFLIDQLAPENCIGIRAFAKAYFC
HTLERTALKYILQNFSSLLQSSNEFLQLNVDEIAEILNSDNLNVKNEELVFDAVLRWIDYDPERRRCHIAKLLKSIRLGL
LRTQYFVEKVKAHPYVKESAACKPIIIETLKFLYDLDMDLEREVDLNHPLAKPRVPHEVLFVIGGWSGGSPTTMVETYDT
RADRWIVCKAVDKVARAYHGTVAYDMRIYVIGGFDGVDYFNSVRCFNPATQIWSEVSPMNCKRCYVSVAVLEPYIYAMGG
YNGHDRQYSAERYSKQRNQWSLIQSMNVPRSDASATDLEGKIYICGGFNGQECVNTAEYYDPESNQWTLLRPMRNKRSGV
GVIAYRGHLYALGGFNGVSRMNTGERFSLTTNSWQTIPEMYCPRSNFAIEIIDEMIFAIGGFNGVTTIFNVECYDSVADE
WYDATDMNVYRSGLSACVIRGLSNVQDFIQQGRE*                                             
>Lgig_190348                                                                    
MSNWHQKYLETISEGVKYLWNSGHFSDTTIVVQNKRFRCHRAVLSAMSPHFDATYSTGMRDNPDGVLTLLNIDVTTFDSI
LTFIYTGRDVVCDENAESLLRAATTLQVKGLIDRCAIYLSDNLTPSNCIRMWRLGRTHGCEELEERAWPLILDNYLELIK
SEDFKDVDVDELISIIKDDDLVVPNEELVCESVFKWIAMDPDSRNVHLSSIIEHLRFPLVSPEYLLTISQSKGLLKEDMI
CRMMMEEAKRYHMLPSRRQEFTSKRSSFRNSYDLEEVIVVITGGSTQMKPTEIICFSNRQKKWFYLAPLPYDPGVEFSAT
TYANNIYLSGGSRKWPKMLKYNSESNDWRECEQMAQGRSRHGMVAARDSIYVLGGYNRNLPQGNKVLNTIEKYNINTGKW
TMAGELPVPVEMVSAAVIGEKIFTFGGAQRNNRNTPAIQYFDTRIGQATLFADLPFACRLTRTVVCDGQVYIITTDGDVI
EFSEDAGCRTVGKIENFGRVHFGAVQLCGKAIIIGGKKRNDSECETMLSFDPLRAGAETLPDKLPFPNVIDACVKTVINS
NHLRTAFVLKTK*                                                                   
>Lgig_190432                                                                    
MDEMDLSDSSIDTNRFEGSDGDLDLNRALSRSSSSDSDAPNDQLGNKGKYTTITALNLQDNLAELFEENILTDFDVTVGD
TVFHCHKIILCAVCNYFRSMLQSGMAESSSGHTSLTSITPECFQSVLNYIYRGSQIFNLDIIEELFEASLLLQFDLLENF
CKEYMAESLAPSNCLVFYHLSKRHSCEDIADLAWNMCVTKFEDVMAATDLQELKEGTLTKLLTDKNLKFTSEDVLCTTII
EWVNAEPETRLDSLPELFNFICLPEVSGEFLYNNLYKNELIDKFPLITQAVDDAIKCHLIPTEKKNMVMRQRTIRDVKKY
RRVTVVLGGCITDCESLNNMSCWDDVSLSWYSLSSIPQHLGTDFASCVLENKIYVSGGSKGFDSVFCYDPADNTWSNLPK
LIVGREAHAMVAVGSTLYILGGRNDKR                                                     
>Lgig_194339                                                                    
MFKKPNGFASKNTGSYRTILAKKLERQHKGSSQEGSRSSKTIFNFSDCLLNGIDALWRQKLMCDVLLIVEGKNFLAHKLV
LATCSDFFFEKFSDGKDKPGSNQIELEDVKASTIYSILDCMYTGKISLTPNTIRDVLSTATMLGFLGIHEACEEYLIEHL
TTENCFLYMDIASTYDLSMLSDKCLENAARNFQHATKGSEFRYVPVEQLILLLKRNDLNVKNEYDVFERMLAWIETDKQR
RIQYATELLANVRLPLMTPSEIIDKVESVRYLMDIPDCDEMVKDALHYHCMPCRQTLLQTSRTEPRIAYSDDCLVVVGGA
PRLKTDRISCDILVLDINNPDSRWELTACLPEPRHHHAVAVMNGFLYITGGEITNNRGFPSNSAFRYDPRHDTWLQIASM
KHRRESFQMVVLNDKLYAVGGRLDKKKSLSSVEVYDPSRDAWALMSPLSTPKQSFAATTHNGKIYVVGGSESKIISSRVE
RYCPSNDSWEIRKPINLPRFYAHLTSYNNNLYLIGGATVDIHDHLVCVKNIERYTPSTDTWVVLKGSNLPNPRSEFGCTI
INNKIYIAGGYDWDTKVRLAKIDCFDLITESWSTVQSFGKKYTGLALCSMRIYNFNFRK*                    



>Lgig_194758                                                                    
MPRKLVSKRRKKRPRNMAEGQDITNGEIFRVEERPEHGMKLLQGLNKLKNDRILCDVTLIAESHKFEVHRVILVSCSDYF
RSMFTSGMRESKQKEIELKGITAKGLEKVIEVIYTSTTTLEGDDIFDVIAAATHLQVTPVIEFCERNFLSGMTTSNFYDF
INTAKLYSMNNALKQIDVFIAKNLMQIAKEGTLNLLTYEQMSNCLNSEKLFLREIDIFHITWEWLRQDANQEEHAWQLMK
LIRFPLINPSDLVQHVQRVETMMSNPDLRQMVLGALNYHVVPHSQPFTVSSSVQLRSYVERLISVGGREIHPNPCLHDGI
IVFDSKVTSNSLLNRQEKATLPSALSHMQVVVYNNFLYVLGGCITQCAHGESAVNSVLRYDPRFDSWYQVCPMLNKRAYF
FAGALNNKIYAVGGKFKDGSLATAECYDPAENTWELITSMPMSYHAHAGAVFERYIYISGGYSGNHFTPDMQRYDPQTNQ
WEDMAPMLTPRGWHVMCAAQDKLFVFGGCNLNVNQAAQPVMQSECYHPAMDQWTIIAPLSISHKEASCVVYNDQIYVLGG
YNVQTKTGQKLVSKYDIYTGIWETVGALPRSLTGVGYCTL                                        
>Lgig_195500                                                                    
MDDSLHYMSVNHADSLIGAINKLRCNRQLCDVIIIVKNYRIPVHRLVLSACSPYFQNILETNWDFGVKELTLRNVNGEAV
QMIIDFCYTSAISVNEENVWTILPVAFTFQLEELVNLCCDYITSLIRNETCLQTHTVAVQCQCSDLEQLSANFIQDNFES
LIEDSYFYDTTASSVLRYLKLLQQDVLTDDQVILGLQAWVKHSYNDRKYHTAKIIHQFPELKEKLLEFLPKELVEAPFNG
DDLK                                                                            
>Lgig_197896                                                                    
MEVAASPYLDSNSGLKEFRDQLNEIREQELFCDVKIRLNNGENCTLSVHRAILASCSPFFRSLFTSAMADSKKVEILLPE
ISKEEIETIIQFAYTNQVDLSPDTIESIFIAADRLHVLGLLKLCANYLEENVDPLNAVGVYRLAHHCHCRFLEVRVENYI
VTHFDQVWKESAEFLQLHINELLPILQHNRLNVPTENMVVQASMRWVHHYPKRKRHYYDLLATARLGRCDKFFIEDVILK
NKTIMAQKACRDLVYKAYAMSQFTLLQKTQNYLNAPCYMLMPRNPHGVIFILGGWTNDSVCGHMESYDNRVGRWYSLKTT
VEEKPLAYHALVTHGRFVYVIGGFTTATCLNTVKRWDPLEEQWEVIANMHDKRCYVGAAAIDNYVYACGGFDGETRHSSA
EKYCPQKNQWCYIAPMRSIRSDSGVCALDGLLYVCGGFDGGACLISTEVYSPKTNQWTMIEDMGIHRSGVAVASFEGYIY
VLGGFNGLQRLGSVERYHPATKKWSTVNGMSHSRSNFAITTLERKIYAIGGFNGTSTSNTVECYDIDKDEWTTVKNLVVG
RSATSACTVYGLLNVMDYTFFTKDLPYQQRSNAISTRV*                                         
>Lgig_205955                                                                    
MEDVVGDEFRSINHSEKMMRKMEGYVAKRQLCDVIIIAGQKRIPAHRLVLSAASDYFAAMFTSDVREKTMDEIKIKDVDP
DALTALINYTYTGKIELKEETVESLLSTACLIQLSEVVEACCSFLMKQLHPSNCIGIRQFADIQGCSNLFKVANNYVMEN
FVEVMNNQEFFILPFEEVCKLLASDDLNVPNEETIFEALVKWAKHDLPNRKKFLPKLLIHIKLPLMSPQFIADHVHNNPL
FQDDKECQTLIMEAFKYHLLPERRSSFQSPRIKPRKSTVGVLYAVGGMDCTKGATSIEKYELRTNTWTQVANMNGRRLQF
GVAVLDEKLYVVGGRDGLKTLNTVECYDPKKKTWTLMQPMSTHRHGLGVGVLEGPMYAVGGHDGWSYLSTVERWDPQAKQ
WSYVAPMSTMRSTVGVAALHGKLYAVGGRDGSSCLKTVECFDPHTNKWTNCTPMSKRRGGVGVANCNGFLYAVGGHETPA
TNPTCSRFDCAERYDPKTDQWTMIAPIGCPRDAVGLSPLGDKIFAVGGYDGQQYLNDVECYDPVTNEWTKVSSLCTGRAG
ACVVHVQSS*                                                                      
>Lgig_208300                                                                    
MESWENRIAVSVLDGFGKYFSAGTFTDIQINVEGEIFHCHKVFLCAISDYFQAMFLSGMKESLDGHVSIADISGSLFRDI
LAFYYYGKDSIVTMDNAEELLRAASILQMKCLLEKCEDFYLSQLHFDNAWDILKLAKCLNSQSLCQKTTEFIKENFEEVT
LEDEFLSADYEDLLTLIKCDELRIKNEDVVSQAVIKWMNCADERKSYAKSLLEFVRLKFVS                   
>Lgig_211219                                                                    
MDVRPKIISGRERPAYKHPQHTQKAFDCLNQMRKCSLLCDVILVADVVEISAHKAVLSSCSQYFYAMFTGEMFESKAERI
TLQEIDAKALSLLVDFVYTSEIHVTEENVQTLLPAANILQLTEVRDACCEFLQAQLHPSNCLGIRDFADVHACSELFNYA
QTYSEQHFTEVVHYDEFLSLNENQMKKLISSDRLTVTSEEQVFEGVMSWIQHDIGSRKDIISQLIEHVRLPLMSQDYLVQ
RVEEEPLVKSNTICKDFLIEAMKFHLLKADQKVSFKTPRTQPRNPIGLPKVLLMIGGQAPKAIRSVECYDFQEERWYQLA
EMPTRRCRCGVAVLNGSVYAVGGFNGSLRVRTVDVYDPLKDTWTACPSMEARRSTLGVAVLNNLIYAVGGFDGSTGLDSA
EYFDVRTGEWKMMPSMSVRRSSVGVGVVGGFLYAVGGYDGASRQCLSSVECYNILADVWILVAEMSCRRSGAGVGVVDGL
LYAVGGHDGPLVRKSVEVYNPECNTWTPVADMHLCRRNAGVVANNGLLYVVGGDDGSSNLGSVEVYDSKSDTWTLLSSSM
MTGRSYAGVTVIDKPVL*                                                              
>Lgig_214601                                                                    
METESTSSLSSSNQTHTSNSNTSRLVSSDSISDLQLWPIFSILDQETLNSIDKVCVFGSSGNEAIFITKGDDVYAIGSNC
SSCLGLGDTHSSFEPRKIEVLCKKKIIDIAFGSGPHVLAVSGLGEVYSWGHNGYCQLGNGGSSQGLIPVLVTSSLQSKRV
VQVACGSHHSMARTQDGDVKKFPLSHCFYLHFCFIAARPCIAIACGQTSSMALIENGEVYGWGYNGNGQLGLGNNVNQPA
PCKVTALASVIIHQIVCGYAHTMVLSDEGVMYSWGANSYGQLGTGNKANLVSPAKVNSGGERFISIAASHYSHISAATSQ
TGNVYMWGQCRGQSITSPLITRFVCTDDVFATFSTPPVSWRTYNVDQIKGNKLAQSIAKAFNDPITGDLKFIIESKEVYV
HKCILKIRCDHFRSMFQSCWDEDGKESIEITQYSYVVYKAFLQYLYTDNVDLRPEDAIGLLDLANAYCEPALKKMCELII
KQGITVDNVAMLYAAAIKFEAKSLEEFCFRFAMNHLTEVTQSEAFNNLDEYVLKELIRRAAQAGAFKY*           
>Lgig_215797                                                                    
METMSFENEAHMGRVLVEMKSMFDERQLIDVDICVQELCIPCHRNVLAATSPYFKAMFTSSMHESSQRHIILHEVDAKSV
AQIIDYAYTGELKITRANAQNLLAAASLFQIIPVQQASAKFMEQQLDAMNCVGIQTFAQIHNCEELKQKAREYTEKHFPD
VAKHEEFKALPLERVLEIVSSDELNVEKEDIVYESIITWINHDLKMRRKYIGQLLPHVRLVLLSMKYIKDHITQNYIIQQ
CDRCRALLNSLREFEENPELYTGEFNFALSLRSGMIQPEYCILLVGGLDQNKPSINCYNPLTREAYIMETFPETRERSGY
YCVEDPAVIVTEDNNIFTAGGNYIYHENYGETASDEDSFDDFEEETVRKDFYQYDNDHNKWILKAPMLFPKSNFSLAFHE
GKIYSLGGLTVNQHPTEIVECYDIAKNRWNYVGMMPTTLVDLSTCVYRSEIYLLGGRTGVGAHNTVMKFDPKKAEWCSLA
GMLTPRFNFGACVVDDELLVAGGQIYAQLTHTINREALRSVEIYNIADNQWRQGPDLPEEIYNVGLMIMNGTIYACGTTE
YQRSPFRIYRYNIVCRLDRVKNIWEQIESDLCDIRSYGCVAAKLHTRRLSQVFRPDVDT*                    



>Lgig_217137                                                                    
MLSEDFLSCFSIINNRLLDLAGSSEFQRSTFAKMDEPKHPKREMGRKENHAVKIQDILYEQFVSESEFCDVTLLVGDEKV
KAHWCILVSCPFFQSLHDSGMKESFEVKIRLNYGTPWAMKEALKFLYLGTISVTYDKIKELLEAAEYLQITDLKKCCNDY
LCMTEINEENCVQLSLLSSLYDLDLYNSAFKFLRGHLPTVLKGEDALTLTKDSVMSLLTDETLTYVPQETFLEFITKWTE
QDEDFRSEFFKELFLALNLQNIPKSVLIDN                                                  
>Lgig_220364                                                                    
MCDHRQLRSPAPLGVVDHVGSLSDSFGELVENSDYSDIDLIVDGGEFQGHKVILAARSEYFRALFYGGLKESQPGTAQIE
LHDVPATAFSFLFKYIYTGRLHLTEIKEESTILDILGLAHRFGFEELETAISDYLKSVLNSRNVCPIYDLANMYNLMSLC
LMCQEFIDRNANEILHSESFLSLSQNSVKELIARDSFYAHELDIFKAVCEWAEFNNGTDPTPILDSVRLPLMTMPELLNN
VRPTSLVPADSILDAIKTQTESRSMELKYRGLLLPEENIATALHGAHVYRGEMKTGLLDGDYHNYDLDRGFSRHPIDDNN
GQGIVLKLDRPYILNMFKLLLWDRDMRSYSYYIEVSMDDKDYVRVIDHTAYLCRSWQKLYFPIRVCKFIRIVGTHNTVNR
VFHLVAIEGYYTNKPFTLDRGLVVPAENVATIKNSAVVIEGVSRSRNALINGDVKNYDWDSGYTCHQLGSGAIVIQLAQP
YIIGSMRLLLWDCDDRSYSFYVEVSFDHQTWTIVADKRREHCKAWQLLTFDPLPIAFIRIVGTHNTANEVFHCVHFECPA
DLNGVNPATTHRAPGSPNHPVVSPRDPSAPQQPEIGVAGPPNNQCNQMPRVQGLDQYAVPDFQQDTPEADRIDAL*    
>Lgig_221919                                                                    
MGNSNTAPIDRKRKLEEVEGENSSDSSDSSPLHIPKKKRTKSTSKYIFQTLFINGENSDITIKAIGKDWNLHKHYLCQCG
YFNSMFNGKWLESELTEIEVDILDKNIDEKALKIAFGSLYTDDIMVKPVEVVGVLASATFLQLEGLIQYCHTLMKESIST
DIVVEYYEIAHQYGLMDIKKLSFDWLLHNLMSPTNFKLLKNISCELMIQLISHPDLFVLQVEMDVYSLLRKWIFLKNNPA
WDGTCKELLVEVDNFFKKFYKEKKLCYLECIEGKEYIPVFQHVRWQHVINENSALKAIKTECVLPEYWLDPFYKHQWFYR
LQSEQSIDKGPTAVDEELFYKECSRNGRVLLKRGEYCWRWVGYNYGVDLLLSYVNGMIIITRNCSNSASGSIGLQNTRNI
MLRLTAVNLDKNGCVEKSKSTELTLLSLSRDEECVLLRVDTDQIFPLVIILNVLVYTPLPDYPNPELSIPTLLSIDHSDV
AVQTIGLHESPSKSELQT*                                                             
>Lgig_225923                                                                    
MALYEKVMRGDISNFAIQMKKMVNSKENSDIKFMIGPNKQPMYAHRCILASRCAVFKAMFSEQVGNNKHKDKDVPLVLTE
TSPEVFLAMLEFIYTNCVSMTSKIGLDVLETSIEYGLDELQKLTTDYLIEILNTSNACDIIQAAVKFSNNDLRDESVQFI
AAHTMDVFKSKGFQELSPDCLATVLTSDQLCIDELDLYKAVKEWANVNSTIEGKSIKEVGESFVHNLRLPLLTDDELSKL
EEENKTDNFIPAECFAFAWKIHALKKGEKGNPLTTKRKGTNHRDIHKYIDNSK*                          
>Lgig_227286                                                                    
MDIKIPDLTSLLRDNIYRLYQEQRHTDIEIHINSVVFNCHKTVLAAMSPYFDAMFASGMRESKDNTVKLQGHVPKHFENI
LLFMYSGKCDINIDNAEDILKASSLFQMSCLALLCEQFLINHLGSENCIGMWKLARAHGCKSLETKCFMYLLEHFGDICK
SEDFECLDIDEVYSLITHDELKVLKEEIVCDAVFTWLSADVDARKEHAVTLMEVLRLPLVSPEYLVNEVEQRSIVNDNKR
CQEILKEAISYHMLPARRQEFTSPRLIYRKHSLYEEILVVLGGYSLNGEKVTDVLGYSIRNKIWYKLGPLSFKLGREFAC
CVYGNDVYVSGGSQRLSSLLRFRAEYNEWQKCPPMMQGRRRHTMVAVGESLFILGGYDDKISEESNRTLSEIREYQMATS
SWRTVADLLKPVRSMSSVVSKEKIFIFGGLLSDDTETACIQCFDTRSHTCTIVGELPFSSKLSRAIAFNRRLFVICTEGS
ILELNEEHECTVVKKIPFFNRRRFGLVAYQSGILIVGGECGEEIQKECLNFNPETGVVGVVNDLIIPSRANFGCAKIVIK
KQHLKHEYFED*                                                                    
>Lgig_228420                                                                    
MSSQEIGTALKYVSSSSEKHIYNGLVSIRKKLMKSKYAEKQLRNKGIISKLLHILHTQDLTQKENKLLDITLSILGNFCM
EEEARSDVLKIGYGITCIADCVLESPCSSIQNRAARTLANLALSPLSIKRIVQSEVLPQLVKLLLECKVKESQLVYCRTL
RLIGSNLYGKEKVLDENGLFAVAKLMSSDDDEVVKNSLRTVADLSVSGCSFKFARQILAAGIVNVMTDKVMNDNNTVSHN
ALSTLIRLAEYEYIRPVIGSAGGILLFINLLTDTRQHVDHIKILNVLCLCGKESVNRVKIRENGALEILLSALEGEKYAR
IHDRIISCFLSYLYDESSLNLLLDNKLINILLKHLQRCTEFKSRTITITFDEKMAVTEEMIMETKSDLILARPKQIPKRS
KTRGKRKCELEINKDKLLSSPVSSKSQNMEDSSKGFVSMPVPTAELISSTITMRPEEASFTVTASSEVDSMTDISDIPSS
SSISIEIPSTKDNRVYSIDSPTYCNHLWEPSPLSKGVTCKRSFSPVPSSSRGSSPTAVSSRSGSYSPLSNESYYSPGVSS
PSYSIPSPDSPNMPYSTVWSQPYQSDSSDELSSLGTGVAAASYWTFSSSEEEEASNEDSNGSAAVTAAEVELKSEGNDQL
LEETMVESDHSDEMSTFSDACSSLSLSEKKPESPCDTQVKRCGKHKRTSTSDNSDTNLETKRCKTTSKRLPASKITESNI
LILLSRVSVKNDPSPYLALPSVLCCMLDYIRDVPSAQSRCVRTISRILRDPMCLDSLLNIGAPVLIYQKLVLNGKGVDSS
DVRSLLSKSKVRLSIDSNSSWTSPFSSPRQTSSDFSPDPTGKPWNFPTDPGSPTSPGSSSDYSVASPHFKKEEKEEPPID
YEQAGLELLRDLSFTAESPFGQGAITHTLLRKSKAERLSCCLSLQFLCWSSSMQDHFLVKHFTLSSLLEVIKEKHNHTML
PYIVSGLNFLARISNMKRKLTKESPVKFPKLVTDGEEKCWYWNCNHDVFFQVCDVQLGGNREILVKQSPVFAAMLEGHYC
ESNQSEISIQDTSHDAFLFILHYLHGCGLDCPMLMKYYNDSPDVEFWENALSLCDRYLCQSLTNFLIWVLASRYLTFDLF
FHVFMYSAFHGFHPLTNECVRMLFSAEKPVILKVGIFKNIVQNKGADFLCTAIKSVFSEFIGKNFK*             
>Lgig_228487                                                                    
MALRDRTSHVIRPRQYIHERKFKHVVTRFKKTMDEAEADQAPPPQPEIDGDNILRDEDNFILNVSQFFNQEALSDILLKI
ADNTYFAHKFVLAKSSEVFRTMLYDQRYTQASSPEIELNESIECQQYFDRFLKFLYTAEININVDSAVGILCLADKYNVT
SLKLLCTKYMVKNTRSPKVKNALNWYSWAKALNLGDLIDQCSKTIAWNTDLILKMPEWLDMDFDFLKDLLSNSQLVVQEE
NCLFLALTSWLFCDQHKTNMEDHSKQLLPLIRYPQMQVSQLYEIEKLAKEDENYATFRELLLELISKAYRFRSLCPSQAE
LEVSFNQPFYLPRNYMSLTVDNVRMQNTLRFGIQVDVRTYVGPVPSENKEGEWKITYRKNQDSWTLQIYGHESAMINGEA
EIQSSVVIYNEYDHVIQVDAAPTQICSRNNNLSMTINVPKAEEAKTMAVLIKPMPK*                       
>Lgig_228743                                                                    
MERQREKSTSPVRTVSLNDTPAKRSSPQRYPGRHNIFTKHHNVEDGQPLDRHHHMDDMTVAFKKKLSTKEITGPEERKKK
RKIKKTAEKEESSEEESWEEESSEDEEEEEEEEEEAEPGVIEEFLTGIWERQEMCDLIIKIGRHQVLAHKLPLAAYSTQF



AKQCLDEVPIGSCEIYLSDTNTDAVQEVMKYIYTNDIDLNSENIDAVISASLQLGVTDVIDSTKEYLLEYTKFNALDHMW
IAEKYEFLDVHSSTFNYICKYIVKISDTESFLSCPVDKVVHLLKSDNLNVKKELSVYNIATKWLDYNQKGRKKHSKEVLN
TIRFPLIVPDDVVKHVEPNMKNYSDECNKMLVDVFRYHALRYSGGGTDEFLPKQRHYYPIKYVVKETAGFSEEESEDEDE
DESGEEEESSEEEESSEEEESSEGESGEEEEESGEEEEESGEEEEESGEEEEESAEESAEESGEEEEESVEDQEELVEDE
EKLVDETEDKLKETP*                                                                
>Lgig_229085                                                                    
MAESDLKSDKTAVETISDTSDFIQRFENLFDSSRLSDVVLCVSGERYRVHKFILVTASEVFCAMLSDQWQESKKTEIQLT
EDDACKDVFEQFLKYLYTGSIDLAIDTTLPILLLADKYSIKTLQKSCVQYMQRHIVATPDTNRTLSWYQYAKLTSQEELM
QECGKFILSNFSVILEASDWNTLSKNEVIEFLMSSDMIIESEYILWLYVEQWLLSTHNKDNIQENINEILPLIHFSMILP
KHLLMIESSNLCQDFNNLFKEKLNQAYRHHSLAVDCAEVGKSIEPYRNYCSDIYKICHPFSLHEYKDCQRIDSKITIRCQ
IPPRFISPNHPNCDKDSAMFHVYFYPKGFFSIITLYGSYVGRRNDGTTLKVVNRMPYEVPIKIHITLVLYSLLNSVKYVS
FTHNSHHLLTKQNNFEDTVDNVIDIKKLADDSQYLINGALEGKIFIKVEDMGEHLGPTPKRE*                 
>Lgig_229277                                                                    
MADEESLYYGTWRIVECVSLAGVVETTGVEGTEFLLDENGDVSWKISEDAEQMPFFNCETYEVTPEKGSNRACLKFIGTF
AGHVIEFKIEVAGDLMLLTYERCCMLQCQKVMSHDPKDDAPFSFLGALEEGYFYDLVIKADNGKEFHVHSTILKLGAAEL
DWSCQPPPLTGLREDVLRTTLHYLYAECLPRDLTEDIVKNCIKSVGKLPGFSKFSELCETYLKNTALKQQIISLITDMHG
CADRIIELFTGKVTGVNSEGEPVLEDGLMSDPARLCCTVRLGLREASVACAKLLMLCDLFSRRKGELSREERHEIMKYAK
SRIPVFMNQLHRFLEVVRHHSSGLSSSRKVDIASYLVPELEEVIEKITHIATETKLALEQVINNSNHGDKTEKPEKSKKH
HVRDVLGKKLRNALHVKELKKLKDFHDRASTSFVHLMQKKENFNGMTQIEKIRSISKNLEQLIDECPMFLIRLEELESSA
EKLPWREWKYLFKLATSKTAWVLGKVLSNKATLQSLIDQLCDIVNRDQFTNSLATLGLTATESSTEGAAVGTKINQIPIS
KYAQLSTLESLCLPPLSHDSILASKSKQLFESQSNTDMVFQIVPESGPCNGDIVIDHTQVASPGQGAESIEKVEIPAHCV
IVSARCDWFRRALLSGMRESIDKKIVVHDTNPELFELFLKYIYTGELDSQDITAEQLADMLTLCDRYEMDSLKLLCEHCL
KHHIDEDNVLCLFSLADQLHAKNLREYTINYIVEHPNISNNEEFCELPDHLQAEIGDFITWNGLETRNASGLRDTNSSPS
SFSDTEDLTSNIDLGCSLPGDSSSSSEDLPFMEDATRLEFCLSALRDIIGDSVPRDELVRVSLAADYDVNRALNFFFSS*
>Lgig_229825                                                                    
MATNVDSEKNPKNYSCQHHARNLLKALNESRKLPSLCDIIVLIDKTEIPAQKSVLSAASQYFRAYFSYEVKTESLKTERV
RVDLTPLEISIATFQDILDYIYTAEITLSTDNIQDLFQASDLLLMSDLKNLCCEYLEHCISPVNCVGIREFTARFASPWV
HFKATQYLDKNFREVSNGEEFLGLDVDSVREILIRDELNVRGESELPIVQCILQWYRYNRQERENDLTDLLINCVRASRL
TEDCFTTLRYEDCGQLNITEFLRNLQSHPRLDEPRGTTAVIVVCGGEGYVSRNEDTEVEVKPCLRCVKLYKNNSVKVGKW
IELTPMLTPRSSHGLVEVGGLIYAIGGRDNTCRLLNSGEKYNPKTNEWTVIAPMNHARVGFGLVAIDHNIYAIGGSNDMT
DPMTSMEVYNTFSNEWQSLPDITMKKVWSTYAAVDKKIYVIAGGIIGKFYEAVECFDSRTQTWTSVSPMRERRCDARAVA
VDDDIYVFGGFRRIECPSAMHSGHSLKFCGAEVYSTTNDYWVPISKRGLEPGMCIMHDKSHVEGTVYDGNEILAIGDLDI
GTGSDCIRGFDRYVNEWRTVVQNQPPNQRCYQCCLLNIPNSTFAKVLKQQASTPT*                        
>Lgig_232540                                                                    
MAVCRTSTPPPPEMTCPIAENWCCTQVKVIKFSYIWTINNFSFCREEMGEVLKSSTFSAGANDKLKWCLRVNPKGLDEES
KEYLSLYLLLVSCNKSEVRAKFKFSILNAKREETKAMESQRAYRFVQGKDWGFKKFIRRDFLMDEANGLLPDDKLTIFCE
VSVVGDTINISGQSNCTPVKVPECKLSNDLGSLFERSLASDVILCVNGKEFQAHKAILSARSPVFQAMFEHEMEESKQNR
VEITDQDHEVMREMLRFTYTGKAPNLDKMADELLAAADKYALERLKVMCEDALYSSLTVENVCDILVLADLHSADQLKTH
AVDFINSHATDVMDTMGWKSMVSTHPHLIADAFRALASQQSPPLGPPRKRVKQS*                         
>Lgig_233079                                                                    
MARRGSGPIYDPLGTPYFLYNQNYGIEILTKLNALRHEATFTDAILCVGHEEFPCHKNVLSVSSPYFRAMFTSELKESRE
TRICFNEVSPWTLKRIIDYAYSGRLEINQDNAQEMLSAGNLFEYPDIVEACCSFLKRQLHSSNCLGIEYFAHIHSCQKLE
NEAHEYALENFSIVIDSDEFLDLPLDRVIQYISNDHIDVRNEETVYHAIRRWLNYDSDERKPFLPQLLEQVRLPIMGLQN
LRLLESDQLLQGCHKGLQMIKEAQKNHQISNERPEHRRSSLPAIIHPRPSTVAKEVIIVISGINSYITPSVEMYDTQKDR
WFILPDLPRLVSWFSVCTVANSILIMGGICDGHVVDTVWKFDVVLRQWTEVARMPERRARHACAVLHDKVYVCGGVKGDG
NQLVESIDCYDIYNNSWSKAGQSENPRKQARIVPYKNSLLEIGGIQGEAKVNTIDTYICTGDKLKHSGEQYLLPSRIEFA
QILVLNGIFYIIWEDTKKMLALDPLKRTFQPLPDMNCSRIHCATTVLNGKLYVSGGLIDSKPTRLVESFDPVLKRWKKER
SMSEKRAYHGCLTLQMC*                                                              
>Lgig_237773                                                                    
MEDLNMNGFHGEELEIIGENFHSNVLSTLNSLRQGQKFCDVTLVVERHDVPAHKCILVACSPFLFDLFTIDEENGVTRSS
CKLREVSHKGFQYLLDYMYTGRILIRSEDVKLVYVTARKLKMDEVALKCVAYLANNLTSINCLGIRSYAQDEEMKVKVDN
YIKSDINKVIVSPNFFSLPNLQIEIVGRKEDVTDSEQISHLLDLVLIWAQNNLQGKKNKLDRLTEQMNLLYLTRDNTLQD
CQEFEDEELKEDDGIQDYRKLKRKQNGERNLTENNNNNNKIISNSSLPFQKFSLIKDENIEREWKIIAYKQTADNTYMGI
AILNSCLVTISLRYRVAQQSPSTSVSDLSESPTNSTSTDPQYDRSRSLIPLNTMSTPRCGFGLRSVNGKLIACGGYDRGE
CLKSTECFNLESNTWTMLADMKTTRGRFSAARVGDTIFACGGSDGYHELRTVEVYDVEKDVWSFVAPMIKHRSSPGVAVL
GDQLFCIGGCMGQNSVAECEVYDAKTDSWSFIASLNTARYQASVRAYNGKLYVMGGTDGWNCLNSVEVYDPAINEWRYLE
SLNVCRRGAGVECFQGKLYVIGGNDGTHSLKSTEIFDVENQKWIFGPVLVSPRSNIGSAVLDGRLFAVGGFNGKKFLDTM
EYLDDANEWTFYTPFYKTRGINGGLSSSCDSLDNSNNNSALVMDGPLH*                               
>Nvec_XP_001642127                                                              
MASSDQNIELFIKNLDSSTHSTVKKALFSITKLTKRHNLVSTFIENGGLRKIIRFLQTTNSTIVDMSMSAVANCCMFDES
RKEVRNIDGIKPIVTVLKNLTSTSILNRTARALANLAEDEKNAIVIEELGAIEELTKLLTDASDTECQESVLRALLKICT
TPERKKIVYNTGGVQTMVKLLKSDKESLKHCCIRTICEFTKFCSKEVAQAVQEYDGIKHIVALSKSDKPVIQRAAVLSIA



NLSAHAQVRVCIGTEGGIQELFQLAKLDEPAHIKVKMLEGLCYCCREAVNRNKVFECGALELLMQQLLSSQHHVLHRKII
AAFCCFYYNDHCLEFLLNAGIIPALVTHLNKIISHCRSTDDHGDHSEHDFVYNHADFSSDFSSPPSAILAIDTSGDISLN
ESFLEEAENLALQVRDSTDSNRLLTFKRKPRTKSQSSTSPTSAKAIGLSPGMFSFCELGSCRVIESVRSSLTSVNTRTTA
LQSAPVGLVCSSVVDNRAKSQEIYDVSFQSSTCISLIDEDHVNVTTPMEMAEEKDSPSGAIVQSASKSSGFTERLQEQMG
SPVKGFEPPSPATPRKHTTQDGTQQNHGPGHTALGLLSRFSQMNDQTSVFSLLTKPCIKCLLDYVSFVSKPSPKCARLLS
RLTRDPQCFELLVTMGIPSDIHQQLLLGYVDPLHPDIEPFHDDDAESQDATGSSQTSLCKSVGLQLLENLSSLAQVPYGK
GILMHLLSKGSGTDWQNCVLSLPYLCRSKSLQQQVLLNRQGLQMLVSLLQDPPSNRVFVAAIYSLLELCSLTELSINVPD
THPCEPKVELDCTFTLSTETRKRKHVFKSGDRTAKKRKLEDNDHEKISTQVKCHQAEHNSDSDFDVKFELDSGHVIPAHR
KVLRQASDMFSAMLSSCYKEGTLEVIPLQDVTMTTLKCVIHYAYGCHLPCDERSTICPELKNIFSSVSNPESKFEFLFEL
LALADRFLMSELKANCEEHLQPLVTARNCLATCYYGLHYHSSSLCNFGMRYLLSQVSWPQGQCQMLQELLRSKEKQRLVE
TIYRLLLQQLRSVC                                                                  
>Nvec_XP_001641792                                                              
MVKTFMRFEDFRKNSQLCDIKIVIGDKRIRAHKLVLASFSDYFSAMFTGDMAETSQNTVHLTDMDPAAVQALISYSYTSE
IEIRVDNVENLLSVACILQIDEVKNACSEFMRHQLHPSNCLGIRSFADGHGCAHLLKAADAFTKEHFVEVVKNQEFLLLS
AESVGELLSSDDLNVSSEADVFCALNIWLREDINSRKMHIYPLLSLVRLPLLSPKFLVDHVESSPLFRESVPCKELIIEA
MKYHLLPTRRFELQNARTKHRKSTVGKLYVVGGMDTSKGAINIEQYSLLTNEWTCVGPMASRRLQFGAAVLGNNLYIVGG
RDGLKTLSTVECYDPKTMQCMSVTSMNTHRHGLGVAALNGPLYAIGGHDGWSYLSTVERYDPDTKQWSFVAAMSTPRSTV
GVAVMDGKLYAVGGRDGSSCLNSVECYDPHTNKWKMVSPMLKRRGGVGVTVLGSFLYAMGGHDVPASQECSRQFESVERY
DPNTDQWTMVQPMINCRDAVGVACLGDRLYAVGGYNGSKYLSAVESYDPINNEWKEVASLNAGRAGACVVTVIDN     
>Nvec_XP_001641691                                                              
MGDILIQEFTYEANDLPSQAFTILTQLLEQEKLCDVTIKAGERKIRCHRVVLASCSAYFHSMFTNSMLESSQEVITIQGL
SEKSVIQLINFMYTRKITITIDNIESLLTASAVFQLDPVVYACCEFMKRHLHVSNCLEMRAYAELHGCIEFIHFADKFAR
GCFTTLVSNDMFLKLSPKHLAEIVSGDDLNVKAEEIVFEAILKWVEHDPEKRSEHIADLISQVRLPLLPTDYLINRVEQN
SLLSSNMACRNFIDEAKNFKLCPVNVSSFRTQPRKSTAGTLFSVGGRGKTGEPFQCIECYDWFSDSWFMTARLSTPRRHV
AVASLNGRVYAIGGHDGIQHLNSVECFDPENNTWTDVAPMRTYRRGMSAGVLQGVIYVAGGLDEATCFETVERYDPETDE
WSIVSSMLHRRGGVGVAGLEGYLYAVGGNDGTVSLQSVERYNPHTGRWTRVASMNRRRAGVGVAVVGQYLYAIGGFDDSN
PLDSVERYDPKTNQWSYIASMSTCRGGVGAGSMGERIWAVGGHNGTQYLGSMESYNPAKDVWEASAQMSTPRAGSGVTGC
MCDVQALKALNWEMAVGIVFVRLNSENK                                                    
>Nvec_XP_001641588                                                              
MSSTPVAENWCYTQIKVIKFSYMWTINNFSFCREEMGETLKSSTFSAGANDKMKWCLRVNPRGLDEESKDYLSLYLLLLL
CNKSEVRAKFKFSILNANREETKAMESQRAYRFVQGKDWGFKKFIRRDFLLDEANGLLPNDTLTLFCEVSVEGDSVNVSG
SSHSAALKVPECRLSSHMGNLLDNATFSDTVLIAGGREFKAHKAILAARSPVFSAMFEHEMEESRKGRVEILDIDPDVFQ
EMLKFVYTGNTPQIQGMADDLLAAADKVGLFISKTLEVDVIKDHLTCDYDLERLKVMCEDVLCSNLTVENVCDVLILADM
HNATQLKSQALDFVNSHATDVMDSTGWKTLVCDHAHLIAEVFKAFLASTQTPMIGPPRKRQKTS                
>Nvec_XP_001641437                                                              
MASEDGLLFCVPDFPTKVFSSLNELRSEEKLCDVTLVVKDRSLVSHRVVLAAASPYFNAMFTGDMLESRLQKVTLHGIEF
AALEELINFCYTGRTEIHVENVQSLMCASSLLQLSNVKQACVEFLHRALHPANCLGIRSFADTFCCGDLVQAADVFALKN
FSEVSQSEEFQALAPDEVVALISSEELNVRAEEEVFEAVMFWLKKDLDERRDFLSELLKHVRLPLVRPQFLCDRIATEDL
VRNSLACRDLIDEAKDFLLLPERRSKLQSSRTKPRKCSEAAGLIYAIGGLNSSGEALCSVETFDMLSCQWSPTSPMNTLR
TRVGVAVLDNRLYALGGFDGHKRLSTVEFYNPVLDKWIPAAPMNTRRSALGAATVNGKIYVVGGYDGHISLSTMECYSAT
ANSWSFLAPMSTLRSAAGVTELNGKLFVIGGHNGLSIFSSVEVYDPQTDKWGPGASLLMRRCRVGVATLNSCIYVCGGYD
GSSFLNTVECYDPQTQQWSFVAPMNTRRSRVAVVALGNCLYAIGGYDGLTNLNTVECFDPRANRWSFVSPMCKHQGGVGA
GVLPRGPFV                                                                       
>Nvec_XP_001641173                                                              
MDFVDAEAPCFAFKQMNAFRCDGIFCDVVLMTEDGQEIDAHKLVLSASSEYFRAMFLTDMKESQQKFITIRAIDSQSMTT
LVEFAYTSNVRINSENVETLLYAASMLQFVRVEKACYEFLRKNINVPNCLTIWNLAELHGCAELTALAESYSRGNFVSLL
KHSEFKELSSKQLGSLLSHDKLNVPSESAVFEAVMSWIKHDVESRKKDLANLLEHIRFPLLTRKFLIDTVAKEDLIMNER
PCREFVLEAIDYHLIPERRACTRTTRTIPREKSSRAVYVVGGEEQGTVLSTAECFDFNKKAWGTLAPMIIARKQVGAAVL
EGQLYAVGGVNREYADLVTVECYSPSTSQWTSVASLNKCKGALAVAILEGWLYAAGGSHNGSALKTVERFDPIRNDWTQV
ASMRLPRSQFGLAALQGRLYAVGGYNGISEIEHVECFDPMNNKWSDVNGMNKARMNHGIVTYGDRIYVIGGANSVGPLDS
IEKYNPDLNLWLIIRNTMDPRTGVCVVAVYGGSDGVQDLYIIANGSLYVCLTLMQALHWGTESLINIKGYVV        
>Nvec_XP_001641034                                                              
MQAPKPSKKNTNTCTDLDPEAAHRSAWVKSTKDLFLNKALLSDITFVVKGVSVPAHRVVLITRSAVMAAMLDGKFRENDL
AMIELPDVPLAPFLILLEYIYTDSCNLKDTNAREVLVLADRFCLDGLAARCEQFIIDSMPGLGVICDNEEFVESILDVFM
FAKAFNSQYLTMWCLHVIATNYTIFEKTPEYNTILKENREYIEANRWLPRSYLKILNSYRARGTIVIPDRIQRHCPKHCG
CTIL                                                                            
>Nvec_XP_001641015                                                              
MAGFTHEPVFTADNWQTKRRCIRERSEFLFNNKLLSDVSFRVGKEQGKYFIPGHKLILAISSPVFYAMFYGSMAEQKAEI
TVADSDADSFMELLRYAYFDEATINEENVLGVLYLAKKYILPFLADKCVAFLEQNIDHHNAFTLLSQARYYCEPKLEETC
WELIEKDTCRVISSDDFTEVDHSTLLAVLSRETLTVTEAELFKAIKRWAEAECVRRELSPDDPKNKRLVLSGALNLVRFP
VMSLQEFTDDAAVSGILTQEETINIFLYFGSKGATKVESFKSEPRRGTHRVFRCTRFMSDTSEWNCEGTNVDSIKFSVDR
DIRAVGVGLYGICNPADGHHTEPYCVDLELLDSHNDSLRAFEGTYFPEKPEKVHDVIFDEPVLLEAHESYTIRVLLKGLP



THRGTEGKRDVLCEDAGVRFRFDVDEASFNGTTTADGQIPEVIFKLP                                 
>Nvec_XP_001640741                                                              
MCSLRERNKHMFNNELFSDVRFLVGRSAKQSIPAHKYIMSISSPVFSSMFFAFGALQAEQLTREQIEISECEPAAFLELL
RYLYYDEVQLTTITAPEVLYLARKYLIPHLADICTDFLVTNLTVDNSLTVLDQCCMLGVGKGLEKQCWDIVDKRAENIAD
DVTFVEIDHGTLTAFLCRDTLVAKETTLFNAAVRWAGKECQRLKLPLTAEARRQVLGDTFYSIRFPLMSMKDFTDQVARS
GYLTYEEVANMYIGFNSGFQKCHVKFPIRPR                                                 
>Nvec_XP_001640465                                                              
MEKKVEGFFTDKELYGTWKVTEAHVSKNDTEECIDNLEGIQFTLQEEDELVWELTSSAKKDPLPFFACETFEFIFSDHNT
VNELQFFGKTPECWIEFKVSGIPTKLLLTHGRFELLCTKVVTTFLDSAMEHFNLLGALREEFFSDLSLTSANGEEFHVHK
TVLSCTFFKHDWDTVPDCLLGLPSDVLGALLHFMYSGNLPKDITEKTLSKTLSVASSVPELEHLSELCSYFLEASAVKNK
INGLLKELDKSLATIVKEVHELCPSSSHSPLAGHDAFGLSRIYSTVKAVTMEMAIASLRFVLLCDVFTQRKSELNHEERH
ALFKDVKARHVEIIVWCTLPNNQMLTTFLEQNYNPNPMRKPNSNPSPNPSTWHTGFGLRAGCHGLGSEIESVWETITLLG
NKTRSSLDQILQSTDKEREERKANHSSTGKGNKLGRALRNAIHIKELTILKKLQKKATETFTFIIDIREDFITFDQDHKI
RLIVKSINKISAEIPYYIRLLERFPNSKKLSFKEWKYFFKVGTSKASWMLGRAKQNTPALQPLVQTSRDLVNQDMFNELL
SQLGLVRDGGEQYIPGGTTQETSSLSTNKTCPPTTPPPGFPVPLAQAVTRLLESGEHADMTFLVSDSSLQDTDSTLDSRA
NQKAAVSCVEQMKNLNVEDERETSSQACCVLSEGTGNGYVELRAHRVILAARCDWFRRALTSGMKESIDKKISIPFTNPA
LFKCFLCSLYRGNMETSTMTTEQLVDMLTITDRYEVDSLKQACEAALSSRMTEETALFLFGLADQYNAFCLKVSRSEEFD
RAFPPPGQEAQETRMEACIRALTDILGEVPRRELIRVTLAADFDVNRALNFYFS                          
>Nvec_XP_001640335                                                              
RIRQECKLCDVTLVVEGKEFPAHRIVLAASSKYFYGLFTSEMIEKNAPSVKLQELRASVMNHILTYLYTGEITVTELNAE
DLIASANYLLIPRLKGIACKYLERHMTSSNCIYFYKFGEKYECKDLKFYASQLIKKNFAAVGRSKDFMRLGAKQIEDLIA
SEDLVIGNEEEVFETVVEWIKYDPEKREDYFADLFRHIRLTSITVSYLFATLVPNPLVKSNPECMAKILEAIKQQHTADA
PLLAQRPRKCLEHHLDALLTCGGLGPDGSVRDLTYCYIPSEGSWYELSRMTVKRCRHGLSASCGFIYAIGGKDECFHQSV
ERFDPKTNTWSLVAPMKRRVKLVGTTSLNGNLYVIGGIEFGSESSRRRCDTVQKYDPTTNVWSLVAPISSRRSSVCAVSD
NRYVYSIGGLGDNDFQDVLERYDPKLNTWTKLAPMTEKRGCACGAHFGGKIYVFGGTVDAFSRQAMRSCEVYDIAVDQWH
EIAPMRVPRYHAGASLLRDRIYVLGGTGSDSLDSEMRQMVECYNVEKNKW                              
>Nvec_XP_001640178                                                              
MDYCRELLHTLNEFRLENHLCDVELIVGNNRFAAHKNVLCASSIFFNGLFSSSMRERQENTVNLKQFPVNIMEDLLTYLY
TGKLEVTEATAQDFLAAADFLLLPKLKTILESELEQYINPFNCIPLLHAAKAYSCQRLASVCIQCMKVSFSEVSKLEEFS
SLNFSQVFELISSRDIIVQSEEEVCEAVICWVESNPNTKDYFTKLFQQIRLFCLQSDYIRGLLSNELLDERCLRAIELSK
HHTPTSPYLMKPRTCLDDYIDVVLLCNRAFDPAVVCYAPCLEEWYEFQPIAGGISWQCLAYCNGCVYAVSGNGWSGCINP
ASHVHCYDPSTNTWAAKAPLLHDADEFGMAAIGKFIYVVGGHNRHGVRTELLQRYDTCTDTWELMSPLHPARSGTCVVSH
NNQLYVFGGSTNDKCLTSSMIYDQLSDSWSQVAPMSYSRSSACGIVVSEKVFIISGHSDEAYGTNSINDIKPITACEVYD
IRTNSWSSIPDITLQRSNAGVVHIDGKIYVFGGDDMISFAQQGESMEYFDIESCKWSSPVEFSDLHVTIARPRACALRLP
KSFVQALNNAI                                                                     
>Nvec_XP_001640060                                                              
MSINQRPKNSRKLCEIDQTQAVIQQLDKLRRSGLLCDVTIVVNGREFPAHRAVLAASGGFFAGLFASNMQENSQNIVNLG
EIDPEVTEDVLTFIYTGQIELTTENAVAILKAADFLLLETLKSPVDSFLASMCQHISANPLRSYGIALDYKSPLFKTTAL
DLVCADFLDVIKSNEFLEISTETIQEIFSSDDLLVNSEEEVFHALLKWVKHNPGDREPLFPTLFPLIRSLSEEFLKSVVF
SEQLVFAQPKCLGHVLDCITNEPRPRDCLDREDAVSSN                                          
>Nvec_XP_001639711                                                              
MACHHLLCALQDAFNGVLSSTMCITGCIQWRVIIFYVHYGMHSMACHLLLCALRDAFNGVSSSTMCITGCYSMELPFCTM
FITGCIQWRVIIFYLHYRMPSMACHHLLCALQDAFNGVLSSTMCITGCIQWRVIIFYVHYGMHSMACHFVLCALRDAFKA
CHHLLFALRDSFNGVPSSTMFITGCIQRRVHLLFALRDAFNGVSSSTMCITGCIQRRVSSTMCITGCIQWRVIIYYVHYG
MYSTACHHLLCALRDKFNGVSSSSMRITGCIEWRVIIYYVHYGMHSMACHHPLCALRDAFNAVSSSIMCITGCIQCRVII
YYVHYGMHTTACHRLQCALRDAFINVPILSVIARIWVKYLESTPPPSKNKQNKDIHKLTSCEIYTPISKSYPKATVSLRG
IHATYRRYLPREPRGVMDEVPDFSSPWHFSDVVLVIEGTKFHVHRSTLSIWSPVFERMFTSGFTEKTAEEIPLPGKRAAE
IEVLLRVMYTFGKAQPITEGNYTFLLELAEEYQMDRVKELCAEFLNYNLQESNCLKFYRVAEHFKLKEVMARSLEESRYQ
SLANLQDCEDFEKLGPEIQLKVYGEKIKELERTLQEYAKTCSALIDNIYRTVAARVQESGTDCDNIEVHRTGVREPFKMS
CKCCRRRVQNTDCKLEYSAFRGLLKKLFDLEHYNRTARRAKNSGD                                   
>Nvec_XP_001639233                                                              
MKHISDRHPKQTLDSLEALRQCEELCDVVIKVGSSTIHAHRVVLAACSPYFRAMFTREMAESRQAEITIRDVDESAMNLL
ITFAYTASITIEETNVQTLLPAACLLQLTEIQEICCEFLKRQLDPSNCLGIRAFADTHSCRDLLRVADLFTQHNFQEVME
SEEFLLLPFAQLVDILSSDELNVRSEEQVFYAVMNWMKYNVTERRAYLSHILQHVRLPLLGPKFLVGVVGTDGLIKSDET
CRDLVDEAKNYLLLPEQRLLMQGPRTRPRKPTKCTEVIFAVGGWCSGDAISSVERYDPQTSEWKMVATMMKRRCGVGVTV
LDNLLYAVGGHDGSSYLNSVERYDPKTNQWSSEVAPTSTCRTSVGVAVLDGFMYAVGGQDGVSCLNIVEKYDPSENRWAR
VAPMSTRRLGVGVAVVDSFLYAIGGSDGTSPLNTVERYDPSCNKWVSVASMGTRRKHLGAAVFQDKLYVVGGRDDATELS
SAERYDPKTNQWSPVVAMNSRRSGVGLAVVNGQLLAVGGFDGTTYLKTIEVFDTLTNQWKMSGGMNYRRLGGGVGVVRLP
LSDTIGC                                                                         
>Nvec_XP_001639182                                                              
MKSRSKTLAKRGTSNRSAAKADPQGNQDTSESEKDSFKTKTSQKKISPVFGNARLKCFIPKDSAKGSEEESCKSSSSYYA
FDYDSESGPTVETCTGTKRKRGTGIDEGNDGASNPHYRRAKQALVEVKSSISSNKGNASKKRKTSCKESAKKKDHLVVES



ADSENELDFVDKPQTSIPQHVLGEEHKLERVKSKRDALKRKTTRQAASSGNENKSASERKVCEQPEASSSVEMPNIECKV
VDDKLDNSESKCPVCSKVFPATDSEEEMNAHALKCLENTSTVDQVIESDPTDPRSSHSLLRDQIEAFQYKRSQPKDDPEF
KEELFFCHICQKDLSKLNSQRRQQHINRCCDKIESCKPKEEKKETNTRSSKISCPICGLVFKTTKSRNSHVKKCAQKNNI
PANQVIEIMHRVQQDEQAEELEKKDGSVPTSSTATNPIHIGKPVPSKKRKPKESAKVMDEQTQIALALSASMAVPSVVED
DGLTTTRSKKRKKKGNEAIPALLLRSKEETDQVIAARAAEVVCRQIYKKKYLTKSIPKTKGYNWTSFLSFLCVDGEEDDG
IKICKKSGPEEIKEKENLAPPSALENAKVLPKSSLWALSSLVNSQLPLNTYYVTDLLPPVSPAKCTSTKSPSKQQRKSYH
LDKTLPILTGDLPESVTPKPEENNYFEKNLAIQKSQKEDLGKSLSESISDTQAVNVDILMGLANEDEDVRNNEVDVSMAT
SKLSSCTDEGDDDVFPSSGFCLPFGQPQDYKAIDSSTSPYLTTLMRDLSSMVLNPSLSDVVMITRDTHEIPAHKFMLAAR
SSVLAKMIEDASSQVVNGKVSLKFENTESAVLGEVLKFIYTATASVPPPLIDGVVKLAESLELEELVQTLQDQNRHPSGD
GTNVDDATGECHSTDPEDLLNTIWHESNDEDTETTHKQNTQETDYEFNEEEIEEIRIFQTQAASRTKFCRYDLEENGSDQ
QGYKEVNTDQTECTAMAEDMDMPMNELDKNDVVAEDYINIAVETERENDEVLESHIVGGMKTTFRELNECSPTTKSNESN
LTNVGSLRERLRAKIGIDKDQFESQKQDHTDESQVKADPATDIKKYGEHNLHVKSKPSEDDGMLSSVLAVDDIPWDDEPT
IAYDLERSPSSGADRMGISQQTRSFRNTRANLSQAFQESSVTGFDRQEYVTVGYPLTDAIDSRVKCAKKNQKYLRGNNDK
EEVVGAQNIEPRKDNVKDQITSELSNKRKLIVDEENVGNCDKDESVNCDGVNVTLNESISLISDKEDNDNSQVKQRGDFD
KNGGESGEDTAAADDDNKDSDVDSVGTANEDIDEVMQKGSGGDNCGKPEVDTKNDSIFRDANWADTVAGDANCDDAEFFI
PETPNSKKTGRSLISLSDKRPAPMNITSRLSKISPLRALDSNAECAVSSDSDSELEDEKKPLASFCSQVKMHKTKEQQCN
VEKTLPEESAQKRTFVKNRTDMASSLNIRRRHLEDSKTLEKSKSFSSGLDVPVVDNAADQTQGITPFNLASPEDGNALWS
DASEPGEDPCPPCSPGDEDGYSSGSSLTQMIPPANPSPSYFEFQSFSPPESPPEKASEEDEDMPSPHSVDLTRDGTPPTS
PSPEATNPLSDPKITTFKVPESPTSSIEATTAPTSADSPTVATSPIDSPTVPVVEQSYGCPKTSVALSDKDDEELKGFCK
DEDHSDGYLSPTISVSTSSRKILQRSDAENTSEDDNNDDGLSAGLKTGEKSSGILTKTSLFQRLKARKLGIEICHRVESI
SDNDHVDKERASTPIDNSDGKPNSQSQGRTSNQPTLNQTEYFDDGGFNCDVDCFAECPGADDSLLAAVDIEQLEQELPSK
GTPSPGRETKVHSRATHSQQSLSQGSITQRTVTQQVVTPGSVTQGAFTTPSATWRAQSSVGQSPITPMPHYSDMDTPQLK
NKVKEYGVRAMPKKRMVKKLKEIYQYTHPGAPPQEEQRPDKKRSNRGRKQAPRGKGKGKRAPASQRQLSSESEDDQEAIK
KQFSLKQTSETQLNKISRVKSTVSTQKPAMSGSEEEMIGVRDASNKDDVETVSQSSEESDKEDEEFGEVSVLMENEHATA
SQQVNSDDLKQTLLKYMTGDRDLHFKILTYQPMQVVHLHEQIKSDGIKCPISKLVDFLDEQGFGIMERDLKTLRRSRLMN
YSEFRTMATALERFHKDVNVAMMITGKSTGGDKKEMDMRPYLYDEGDSYERPFYTTLLKMLYEVATSTFYEKQYEDLVKI
YKWYCANKKLITSPPKIPIPSPKSCTPEPEVTDTPDIEQDGSSDDLEITDKYIQVPKLHIRPKTAPPVEHRQGARYVTWN
DAQKDNGPKRPSSGKPTGFQYQHNKADYVKEQLAKSLRVRQCGPYKEVPYIPDKSYRHHLARPVTAPPPNRTLQVRMEDP
AGLKSFVLKPFSTPVPKSSPINSPLTSPRDSPVPFSRAKSPQLSVDFAPITESSVKLNVRLPQTSDSSHQNAGQALTGNG
NANGAKENGRHQNGHDSGSGSPPENQAPDDLPAKLPNQSPLPNNASASEIQRILENQRREEELLEEQHSLLQKRLLHEYD
RYARDCSKLDRERTASVEMVSGELAVNLNGRVVHPAPVGTYDLSSPQIIPSYNRVYSHKHDTTNNRSAQGPAKQSGYSPA
RYLKHAGMERPDEVIRIDAVLGMATPIGMQMEYDRERASGYTGFRQPVAYIPHSVPNTQASPVAVPTERIQLTTSSSAST
SSQDSDSSRLAGPRVASIPSPLPLLPSPHPFTHT                                              
>Nvec_XP_001638917                                                              
MVNESDGLGIEFLHSKQLLIGLNQLRQRKELCDVELCVGNVQISAHRVVLSACSAYFDAMFTGNLLESKKQVIYIKGIDE
TALQLLVDFAYTGKAEITQENVQLLLPAANMLQLYKVKDACCQFLSDQLDYSNCLGISKFAEAFTCQTLVKKAKKFIQDN
FRSVVEQEEFLLLPYSHVTELLEDDNLCVDSESVVFEAAVSWIKYRIVERGPLLSNLLQYVRLCLLNIRFLSQCLDTNEL
VKADRQCQNIIKDALKKRLLPARKSHKSLITQRRAPTRIFAVGGKNGLFATLNSVEFYEPRTEKWTEVVPMHLRRFEFGA
SFLEGKLYAVGGLVCGTGTNLGRAPFRYCDNGVECYDLVRDGEWTRVPPMHQCRSNHSVLTLGGYLYALGGYDGNSYLNT
VERYCPKTKEWTMVSPMIFSRSCFAAEVADGYIYAFGGYGPSYLSTVERYDPSMDAWEMMPAMSMVRINSGVGVVAGCLY
IVGGHNGVSHLQSVERFDPITNEWSMVAPMGRPRTGLSVAVLDGLLYAIGGHDGSGYLNLTQCYDTISNTWHSVKPMNSS
RCSFGIATV                                                                       
>Nvec_XP_001638837                                                              
AHRYALAVGSPVFKTNFEDRWSAEKLKLTDSSKLLIPIANYTAEGFSEMLRYVYYGEVELSESNVMEIMYLSEQYDLPGL
QVNCSQYLNEMLQANDVLHCLLNALEKGDEKLQRQCWEVICKKTADVVASDSFLNVTQQLLYNILRRNDLRIRELALFKA
VDRWAEHQAGRQGLLIEADKVGHLKRRVLGDQAIRLIRFPLIPQQQFIDEVLTRDVLLKDEILDICKHFS          
>Nvec_XP_001638605                                                              
MDPSIESPNEEKVVVPPYKNNEHCNKAFQVMNSLRQQNMLCDVVLKAGSIEIPAHRVVLASSSPYFFAMFTGELSESRQT
VVTLKEIDSLALELLIEFVYIAEIEVTEDNVQVLLPAANLLQLNEVRDACCDFLKAQLHPSNCLGIRAFADMHSCPDLLR
TGHIFAEQHFSEVVQGDEFLGLPFMQVAELISSDQLTVPSEEKVFEAVVRWVGHDPEHRHECLALLMEHVRLPLLSREYL
VSRVETELMIKNSVACKDFLIEALKYHLLTSEQRSLLQTPRTRPRTPIGMPKVMFVVGGQAPKAIRSVECYDFKGERWYP
VAEMNSRRCRAGVSVLDGLVYAVGGFNGSLRVRTVDCYDPIKDQWRPAASMEARRSTLGAAVLNGLLYAIGGFDGTTGLN
TCEVYDPKLNEWRPIAPMSTRRSSVGVGVLNGLLYAVGGYDGGSRHCLSSVECYSPANNEWTLVPEMSTRRSGAGVGVAY
GVLYAIGGHDGPHVRKSVECFNVDLNTWKPVAEMSMCRRNAGVASVNGLLFVVGGDDGSTNLASVEVYNPRTDQWGLLPS
CMSIGRSYAGVAVIDRPNNT                                                            
>Nvec_XP_001638484                                                              
MRYHSILTDVVLIVDGHEFPAHKNILAASSDYFMAMFSGHMATVDRTVVVQEITSTAMEVLLAFIYQGKLLITEENVEDI
FCGSCLLLLDTVTHACCKFIQERLTLANCWGIRSLADRYNCREMLKKVTSFIEENFVDATATEEFLSLPEEEVCQLLSDN
DINVPSEEVVFQTLLKWVQHDQSTRMKYFSKLLLKVRLPQIRTSYFEETVAQCELVLESPEAIEIISDARKMAQSFEFYE
EGKATSNTSMETLNNMIYIVGGSKEWKRLNRAECYNPETNEWKLLNPMAMSRSNIGLVSLNGLLYAVGGYNGRSPVSDVE
CYSPERDEWQFVSQMNNCRDGACVVSDGRLLYAISGYDGSNYLSSVEYYDPSTDKWTVGEISPIIERREDAMAACVDGKI
YVIGGYHGSTFLSSCEELDLDQNEWDFKSSLSSPCYQAGIAVLGKAIYICGGWSGNGLASSRVERYDILTDTWSQMASLN



VPAAARTVPCRFPRKLIEQLKRERYCGKQAKEGSKSSASS                                        
>Nvec_XP_001638047                                                              
MVQWQTNLKTLKERGAHMYNNRTFSDVEFSVMNADGEKVSIPAHKYVLATSSPVFEAKFFGKLAETGFTIALPDCSAEGM
LEMLRFIYTEEIRFTINIAVEVLYLAKKYILPCLEERCHEYFNEAMGPDDVLAVLPHAVRQADQELQKICWNLVEDRSQE
VLDSDAFLGISHELVKETLDAELFAVTELSVFLALNRWAEHQAKKQGKSSDGKTKRSLLGDEVIKTICFPAMTVQEFVGE
VLPTGILKKSEIVELFTYFNLPEKSSIECKSSARSGKQIEPNIVCKRFPSPQLLNIGQGKKFDAISFTVSKPVYLCAVRL
MGYNGSNYMVKLSVCCKETVCSQVAEKTYQAASIEGISYRFDVKLDKPLFIEPGVHYTIKAESNAPG             
>Nvec_XP_001637692                                                              
TLQVLNSMRTHAELCDVTLLAGDRKIPAHRAILAASSPYFRAMFLSGFVEAKEESVTVKEVAFDALESAIDYFYTAKLRL
DCDNVEDILKVCVVLRLDGLVDHCEMFLRRNMTPSNCLGLQSLARLFCLDGLSEHANRFALWHFQSVYQEEEFNRVPYQQ
LKSLVQDDTLKVQSEEQVFQAVWKWLNHDFHGRSMFVADIMQYVRFPLMNLHFLSDNELVKRLTREHTICRELIREARIY
QSSVESGALVQVDNFRVRPRMASEEIYVIGGWSNGQKISSVQCFNVDTLEWTVVAGMSVAHVNREDYFRVVAVRDELYTV
SRYKVGKYDPISNSWIQAATGPDVQCKWAGVCEWDGYIYVVGGHSSMSAKRFDTESLSWETLPLMTYARYYPGVAVLQGH
VYAVGGLDHLWAPLNTGERYDPIKNQWTEISSMTTARWSLGVAVLGEKLYAIGGSDNRESHSNSVEVYDPSTNEWSEAVA
NMNNGRRCLGVAVVNDLIYVVGGRVANSIEYYDKDQNEWTVVGAVNTRCNFGCVALRLM                     
>Nvec_XP_001637613                                                              
MGSTSYNWQAEKTKVGDRISFLYNNEILSDVYFLVGKGPQRRRIPAHKFVLSIGSAVFDAMFNGGIATQSDEVELPDVEP
SAFMALLRFLYTDEVQIGPETVMTTLYTAKKYAIPTLEKACVDFLKKNLAPDNAFMLLSQARLFDEPQLAALCLECIDKN
TVEAVNAEGFPDIDYDTLYVVLQRDTLAIRESQLFTAVARWAEHECLRRRIPSNAENKRTALAKALYQIRFPLMTVEEFA
SCAAQSNILTDKEVVSLFLHFTVNPKPQVHFLDKPRCCLTGKEKVINRFAKVESRWGYSGTSDRIRFSCSRRIFVVGLGL
YGSMYGPSDYQVTVQLIQTDTNEILAHNETAFNSDGNDSVFRVMFKEPVETKPNVSYTASATLRGPDSHYGTSGQKKVVY
DLDGKEKLTFNFSYATGNNNGTSVEDGQIPEIIFYT                                            
>Nvec_XP_001637448                                                              
LDRLNSLRKENVLCDAVIQIGGKTHPVHKNVLCAASPFFRGLFTNDMQEKNQEHIELQVISGDVGEEVISFMYTGAIKVE
KENAQDIVMAGDFLLIPSLKSAAARFLEATLNAENCVFLRDFAIRYNCSALGEAANCLIDRSFVDISRASYFRELSYETV
VDLVSRNEINVSKEEEVLTAIFRWIKHEPIARKQYIHSLIGKVRMFSLSKYTIQECLYEENLIFEDPICTQMFIEGLQIH
LFPDSMLNKLIRPRDSLWDTAFMIILIGGENRLNEASNVLSIVQEYDPKVNKWRYLAKMKCGRAAHIAALIGDHIYVAGG
FGDKSVHGCGEKYSIETNEWVGIADMQSRRRFAAGCAINGKLFVAGGYHAEDWIAYSSCEIYNPTSDLWCMVSSMPEPRA
ACGVVKIEGSVFLFGGEKGGRPNDKLGSVVQYSVDNDSWELQRPMPEVRS                              
>Nvec_XP_001637410                                                              
MDVLDLFHFCRIGDVENTRNLVEEEDVDVNVRDCWDSTPLYYACLCGHEALVAYLLSIGARCEPNTFDGERCLYAALTDR
IRKILQNYKAITSTCMRRNPYYEFLRRTLESGDFADVCFVIHGQRFCAHRAILTTRSSYFASMFETKWKDKHVITLKNSL
VKPWAFKALLNFIYMDRLDVDVSQTMDVLLLAKQCKLHVLKQLLEMRLRDIEMMSHSKPGTHEVKVISVEPDASLRTMQG
EYGQMAEIAIPQPYRQQFFFPFSLSLPNDDRIPGDLPSYTDICINVQGNKFFCHKMFLCGRSDYFRALLIDHFAEVSTEP
NSIPELALHDVTPEVFAAVVSFVYRDNAELTDEILYNVLCAADIYLLHGLKRLCEHKISGLLDRANVLTVLRTARLFSLD
RLEMNCCDFLAGNIAEFIDSQDFHELILEDAAAIRNREETDSIPIVDDLRFHLYKNILPNDGSGSLCLEGGDAEVNLLIL
NNILEKLGLDC                                                                     
>Nvec_XP_001636833                                                              
MAGSAEVILDFSQPWRMSDVVLLVEEQRMHVHQSILAMWSTVFEEMFNELRKKNSRALHLEGVKAHEMRELLLFIYPTIS
RPINEDNCYCLLELAKRFKMGKVTEDCEEYLMRTTKKGSDAINMLVLASKYGLKRLRDDCLHTVKKLNWSTIRSHEAYEE
IALPDYRTIAEQIIKNLQNELSEQKYKTEELEDEVESLLPRGKPVSTGRVSPMARQQSPERLRPVSPNPCTQDSIVKDFG
MDTPHPGPPTHDYHSPHSTETSRRDFEASPKMQRKFSPPTPTHKTSVKSTEGLANPKLIHPNFYSTSKVEKKSSCQRAGQ
PSPQTSKKSSVTTEESSESREKFSSFSTTHETSTKKSGFGASFSGDRYQPTISPDAPPKITLPAEDMLSSISGPAISPIQ
SKYSTPAQADEALSTMPSEPRASPRMQRKYSPTSGPSSYKQKKHLQVTLSSAANTTKGASLPATKSGPPVPKRTHPVKPQ
PIIKEF                                                                          
>Nvec_XP_001636804                                                              
MASQVAGIDFEKWQLKVTTVRERNEFMFNNELLSDVHFLVGSKKARIPAHRYVLAISSPVFFAMFFGRMADDTKEIPVVD
TEEECFTELLRYVYTDKCLLTLDNALGVLYLGKKYLLSVLVNKCAAFVEKHLNPDNALTVLCHSRYLGEKCLEEKCWDII
DVHTAKVLQSEYFAELDMETLLLLVQRSSLSVKEISLFHAVKSWAEAECYRKDIEPSPQNQRSVAAEALKYIRYPVMSPV
EFADEVARCGLLTSEETTSVFLFFLSSFETKISFTNAPRVPRPLAAQKTYRCSRFKSCCGNDWFCDTRKHDGIKFMTDRR
MYIKGVGLYGASKTEGDYKTTVELKEQDRILAQTKATYSSFTHDLVCDILFDESIAIEKNIVYTITVLLKGPCSLSGTNG
QREVLVEGAKFTFLEYTSPNGTSLSAGQIPEIIFNF                                            
>Nvec_XP_001636664                                                              
MADSSKSVAEENVLHPLEFLQTLDKMRVSGEGCDVTLKVTNQSFPGHKLVLAANSTYFRAMFGEGFVESSKNDVVLHDLD
PKGVNAVISYFYNSKIEINADNFGAVFAVANMWDVKFVLTACENYLRVHLSASNCLGFQILVHQSSAFSENFRTLLDDFV
NKNFMVICRSKLAILL                                                                
>Nvec_XP_001636663                                                              
MRVSGEGCDVTLKVTDQSFPGHKLVLAANSTYFRAMFGLREGFVESSKNDVVLHDLDPKGVNAVISYFYNSKIEINADNF
EAVFAVANMWDVKFVLTACENYLRVHLSASNCLGFQILVHQSSAFSENFRTLLDDFVNKNFMVICQHEEMLIIPVEHLEK
ILKGDELCVKSEEIVCQAVLRWLRHDVTGRKQNAARLLLAVRLGLLSDSFITLVLFQNDVIQCSDECKNLLRQVLHHSES
LPAYLWQARHLSALYLFAVCTKNFIYIIGERVMRYSIATKEWQDLNVEMPLRNYIIHCGLVAHGETIYAIGGLCNAIKLS
SDVTQQSLTWEGLPQTVVDHYRPGVCLLGDNVFVVGGCDRAHSDAHTVVEQLDISDPHAGWAGVVSLTTPRWGLGAVVLN



KKIFAVGGFDTDNRAPIGTVEVYSPRNDTWTQIKPLNRARRRFGIAEVDGTIFVAGGFSEDSSTNSTSLKTTNSEKSSTG
TQSKSVIAA                                                                       
>Nvec_XP_001636233                                                              
MEDAAEVIDTLSLDFGPFEKSNRWKKMPDCDEFVGAKRSKHTIVAWSDALYVFGGDNGKRMLNDMLRFDIKECSWSRAVT
KGAPPAPRYHHSAVIYGQSMLIFGGYTGDLYSNSNLQNKNDLFEYRFNAGQWIEWNVEGRSVTRKATQGKHDNIYPVIPL
MWKGEEGKFRLFRGVVQQYGDRPPTCCNFPVAVARDSMFVFSGQSGAKITNDMFQFSFKENRWSLIPAAHLLRGSAPPPQ
RRYGHTMVAYDRHLYVYGGVADNALPADLHRFDLDDQTWDIVQPSSDNQLPTGRLFHAGVRIDDAFFIFGGTIDNNVRSG
ELYRFQLVSYPRCTLRDDFGRLLGSQQFCDMVFVVGEDDKIFPAHTALVAARSPWLRRHLLHLKETIQGSGEEEGQIEIR
LHDAHPRAFEITLHYMYTDSIYSLVKGMMNFLMKFLLSDVNGSEAISLMMDVYGLAVKLEIGSFEHLCVQYIEASITQDN
VLVALERAARLQLESLKEFCLRFIVREANYSSIIMSKEFESVPRDLMVDIIRRRQAHPQEYSIPLQFTITRTLEQAMTGF
LCSGQDFHDITLKVDGNPVGAHKAILAARCSYFEAMFRSFMPENNIVTITIGETVPSQKAFDSLLKYIYFGNVTMPPEDS
LYLLSAPFFFGFTNNRLQAFCKENLEKNVSFQNVVEILEAASTIGAVDMKKHALDIIVHNFPKIARSSTLRSLNRETLLE
ILDAIADYMNEMSFGQNSL                                                             
>Nvec_XP_001636169                                                              
RNDEVLCDVTLRHNERRIPCHKVVLAARSPYFRHLFINSESGQYVKNVELPSYFSILAVDEVINYLYSGKLHFTPTNTVD
IFKCALHIELDALVKECAFVLERFLTPVTCLTYRALAVTYGLRQLKHRCWRFLCQRFSDVCSTQEFLELSEEELAEVLVS
DAIMPCGEIQVFDSLLRWTETDRQNRGLHFPKLLHLVRLPFLDNDTLLRRVEPEPLVQRSPTAKDLVMEAMRYNMADEAL
RHTLQSPRTAPRTYQRLRKVIAFLGGRLGRERMGTLCYEPTSNSWSTLAAAPVSLTNHSVVESDGVVYTCGGSIEGKASL
VLQDQVLSFDTHDNTWIPLAPMQIARAQCVTLAYQGLVYAIGGMTDNPTETAEVYNPIRNTWSFVPVPRIPRRNHAAVAT
ETHLYVIGGDSDGIEPTVSVERFDPAASAWNFVLPMSCGRSGACAVVRDNKLHVIGGWNGYQTIVQCETLDLTTQRWSKM
ADLNECRQHAQAVMIDRTIYVIGGHDGNKHVDSIEYYDSSLCKWQLLRTMPLSRRGYKCASFQVLDKYLIPVDIPSNGGL
>Nvec_XP_001636151                                                              
MSSNAWQPAFKTIKERGKHMWKNPVLSDVEFVVCTSAGEKISIPAHRYVLSVSSPVFEAMFHGAMAESSREISLPDCYAE
ALSEMLRYAYYDEVKLTGSNAMAVMYLAEKYNFPGLKEKCSHYLQENLEPKDVLFVLPEAMKIQDENLQSHCWELIGEKT
EEVVTSDAFLSVTRELLCYILDRDKLRIKEIELFKAVDRWAEHQTSSQGLGTDGESKRRVLGEEAIRRIRFPVISQEQFA
KLVLPKDILIKEEIIDIFAHYALPKVSDLFSSKARVTSLSSVTRFMSKEDCGWSYSGGEDSLCIKVSNQVRLVAVSLFGS
EGNTYTVELAVEKEGQQVYQQEKRTFSSSELMNPTNGSYYNGFVVSFDHPVTILPNTKYCLRAWINGPNSYYGNNGQSVV
KCEDVEFTFMGSATSSS                                                               
>Nvec_XP_001636025                                                              
DVKFIVGPNRKVVYANRCILAARCEVFRAMLGSDPDREGRQKSAEPDIPLVLADVSPEVFSSILEFLYTNTCTLNSNSVS
VMDIMGSAMEYGLLQLQKICEQYIAETLAVNTASGAMQIAVTYNQEELQARCTEFIELNTPEVFKTKGFHELSEEALEIL
LLSDKLNIDELDLISSIREWATVNAVVGSTSVAETAAKVVRHIRLGLLTPEELRQIEIDNEKDNLIPVLMISEAWKFHAL
RKSPTLSAATIPPKPRAGTRPRDD                                                        
>Nvec_XP_001635994                                                              
MDWQTSRKTIRERTQYMFNNALHSDIEFAVVKSNGELDKIPAHKFILAIGSPVFESQFHGPMAEKDCRTINYNGTVEGLL
EFLRYVYYDEVQLNQNVVMEVLHLAKFYIVPSLVSMCSHFLEENLGPKDVFIVLPEAIKYEEVKLQGICWKCVEFDTELA
VTSEAFLNVTQEILCDILERDSLRIREIDLFKAVYRWAEHKMQRQGSDGEARTMRDIIGDKAFHLIRFPTMSKEEIGEVL
SQASDLLTKKELFELFLYF                                                             
>Nvec_XP_001635857                                                              
MTESVFCRSKAFREKEKCAREILRAKNEHELIGDLARLFEEKSFCDVTFVVNDQEFPAHLSILRTRVPRFCQRFVPHLLS
PNAVQSCICIQQLNQDEFSAFLRSVYLDNNVSDYNPDEYPWQDKAVWIFPCNKTPGKTDHPLDVTDAIHDSIEESIFINT
DINQSSSESDLPDSDEKMKTSSANEHTENDDDVILENGVGHDDSNIQLSENEGKENIGLKACCKLGSDLLSLRDDSLSSD
ITFVIENSSNIKAHRAILCARSNYFSAMLYGGWSEGQGSKIVLHGVDPLAFKTVLNFLYGGITHIDSMTTSLCDLLQLSD
MYCLEGLKNVIQAQLRIEKCHLFHKPCLDCSVGVMETVEIAHIFNFIELKQTCIRWITKYFDRVMGLKSFAAINKQLQDE
ILAELQGSLTIMICIDHLKRVDRLKFNTPHIKWAEPVHIVLTAFMDSCLTFIAQNFPVISQREEFLDMLQGVGWSAPLLD
EIFAALGTKLSIENCCEMYRAANKLRVSLIQDSQPNEQSQKDESECTTFGYVQYADQLYSRCKEFITSNLHRVSRTESWA
NLSPEMQSELQQSQDNLMFFEVGAIDRSKEALNSSSKPQTTRGLNRTGQPVGPASASRVHDRPGAAVRAPSSTSRAHNQS
GATARPSSSTSSTSRAHNQSGATARPSSSTSRAHNQSGATARPSSSTSRAHNQSGATARPSSSTSRAHNQSGLQLGHLVQ
PQGPIISQGLQLGHLVHFIYFKGTKSLRGYS                                                 
>Nvec_XP_001635779                                                              
MLSKEDSREFHPEESHRDILFRSMDNFRRQEILCDVVLIADGTRFPAHKNVLAAGSSYFLGLFTTDMKEQNETEVNFEDF
KSSTMDELLCYIYTGEVNLTETNAKDLVFAADYLLVGGLKRKGSEFLEDTLTPGNCLSVRSFAETFDCPELQTKAECYIL
DNFVEVSRCEEFLSLDPVQLERLISCDGLVVDEETQVFEALLQWTKNDEEKRRASFPALLRCIRLPFISKYYIVENMETE
PLIRDSLDCMRLVYQVMKHFAFRSQLSEDATTYDPATNKWQEVAPLSVSRGGPCVIAHKYVYAIGGKTEHGSEAEIGVYM
KTAERFDARANTWTEIPAMQTRRAYAGGVAMNDRLYVIGGTQDDLLSAHNTCEVFDCLSETWGFIASLVIPRALGGVAYL
NGRIYVLGGKKNCRERTDKMEMYDLELNEWTVMGTVPNCIGGIQCCAVSLNRDLVNSLQSITRNVP              
>Nvec_XP_001635692                                                              
MEARGADGTPDKGSKLDASRKHDNPAGLARDLSQLSSMPQLYDVYFTVGKAGTCIGGVKAILAMRSRVFFKMFYPNPDHA
GRTASTNQSAQSKTQVIKHAFMLLKKEVSPKRDQKTDASTFHVGDLEPLAFSRLMEFLHGGSCDLDARTAVGLLAATDYF
AIDDLQAAVLSFLETRITIELACYLLSEAEKYIQFKKIKALLSRLLEFTAKNACEILRLPAFCSLSRSVVRLILSRGDFN
ASEWDKFKAAQAWGVAYCRKNKETSLKEALEPLVECIAFNEVPAVLLMQNVRKLDVVPPHVIMEALAYQADPTSVASTPE
RGTNIRQTTDALDTREERSYKG                                                          



>Nvec_XP_001635055                                                              
MADHHSTSTPKHDDDVSLDKKKLIYIGARRYKSSGCAMRTLNRFRKEGGSGFCDVILQVEGRHYPVHRCVLAANSPFFYT
MFNSGMKESMQQTLQLQSIKAKAMESILEFFYTQEIVLEEDELLDLLDAASFLLLPALTDAIIELLSSILSVDNCFSIRM
IASKYNAKDLLSNADGFIKGNFVYLSLWSNEFIYLPCEEICNVISGDDIHIEDEIQALSAVLRWLEHDLSERVQHLSKLL
KEVRLHVISGAAVNELVTNRPKLTENPSAKSMVKKNIARALSEQEEATADKSTQIPRPSTVLHNTLVGVGIGECRKVFCY
DVEDKETYVLPDLPQVQAFPCLVSMDTDVYILGGESQKNINYDPVNSMRIFSFQVMKNSTERRVGWRKMASFREVRRDTA
VTTHDKKIYVLGGWMSGPTGTVECYDLLSANWISVASLNVPRSQLAAVASDSRIFAVGGSVDQVVGTNTVEYLDPVINSW
SFLPPMKTRRIFANVSFLRNKLYVLGGYANVFERISSCEMFDLDKNKWFDIASLPDNLPTNQSTVTLNGEIIAVVGAQDS
CCSAAWYNPHSDVWEKVQNFDVYGNIAGYRLCCLQVKKYYLQHLPHADSESRDWPIKQDLYYEDNSFVSVNAGDLGLSLS
GDDQETNSEEEYFFL                                                                 
>Nvec_XP_001634764                                                              
MAKFSYKSSANSHRVLQGLFSQIGLKELCDVTLETEDGLSIAVHRNVLAAVSPYFRAMFTGNLLESGKDRILLKGIAGVA
LQALLDYVYTSSIEIFDDNVEEVLNAACAFQIPEIINVCSEFLKEQLHPSNCLGILALADRFSCEELANEAHKYTVKHFG
RVSECDEFKALPFNEIKLLLNDENICVRSEEEVFEAALAWVNASEDRCKELAEILTCVRLPILSPSYLTEHVLTNETLLA
DDECKLMIDEAMLYASSPSSVKRQQVYHSRMQPRMPTGFADALVAVGGLYTGNSVASAERYNMYTDEWTEFPSLLTPRYG
FAITQLCGNIYCLGGYHNGEFLKAVEVFDAEQNIWISKPPMLTARKYFGADCLYGKVYAVGGSDGQHRIASVDCYDTFTK
EWTATAPMLEPRMYHGVVALGGLLYAVGGHSGTVRLSSVECYDPQTDSWTKVAAMSKPRSVAGIAALNGRIYVVGGFDGH
DYLKDVECYDPQTDTWLSVAPLNRARSAVSVAIMKGRLFALGGFNGQFLDSVEMFDPQENIWATVASMSIPRVHFGVTVI
>Nvec_XP_001634696                                                              
MGSVLSNEVNKGKRSWSEANDDDEEESEDTDQVIEIPKSKRPRRTSGYIYQTLFKDGEGSDITIAALGKQWKLHKIYLKQ
SGYFQGMLSGSWKESTEDFITIQVPDDNVTVEALDVAFGSLYNDDVMITPATVISLLAAASLLQLDSLNMQCCDAMLETI
NASTVCAYYAAAQVYGELAVEKRCMQWFERRICSSWTVQLLQNMSIDLMEQVIKSPNLFVMQIEVDLYTLLVMWTYIKLH
PSWEGQRKDLRGVATGFLQQRNQLTDTSLLESDEGKPFVPAFRAVRLEHVINDARSVQLLENDNVLPQDWLHPLYKAQWT
RMLTVYQNLDTGPSTEMTVDKFNLIAQRYGRILERNTRYCWRWTGFLYGLDIIILYNNVTGKISLRRNTYIHPTHGVVCV
QQQHSFVIRVDVAAFPPSQSKAEGPQSRAGEGQAESYFGSSGQQYVTLGLDEEVQILQVDLTKASYPLHISTHIALVRDQ
IPQL                                                                            
>Nvec_XP_001634445                                                              
MQPFRTTAKQEEKPEFISHFCPTHTEEAFFSMKQMRCNSELCDVVLLVGDRRIYAHRLVLAACSQYFHAMFTSELLESRQ
KEISLQGLQPDAMELLVEFAYTARIQVSEDNVQALLPAASLLQLESVKDACCEFLKNQLHPSNCLGIRSFADVHVCTDLH
ESSYRFALQHFVEVSQTEEFMLLKVNEVLDLISSNDLNVKNEEQVFNGVISWVKHDADSRRKYIARLLHHVRLCLLSREC
LMMRVETEEMIKGSEECKDLLIEAMKYHLLPEKRMMLECTRSECRRPSGQVPILFAIGGGSLFAIHSECECYDPRIDRWC
MITPMSTKRARVGVGVVNGCIYAVGGYDGSVDLATVEVYCPQDNQWSTVTPMGTRRSCLGVAVISGLIYAVGGYDGASCL
NSIERYDPLTAQWTSVAAMSTKRRYVRVGVVGGIIYAVGGYDGSSHLNTVECFDPVTNTWKSVANMASRRSSAGVVVLNN
MLYVVGGNDGASCLNTMERYNPETNTWTSLAAMSVRRSTHDIAIIESCLYAVGGNDGSSSLNSIEKYDPATNMWSTVVPM
STRRSSVGVTVAGVLVV                                                               
>Nvec_XP_001634253                                                              
MPKSIPPVQESFYTNFSYDRVNYIVTYWDTCTLARTEELDLSKLRPLEYRDTDVFIICFDITNPTSFQNVSTVWVPELKH
YMPETPVLVVGNKKDMRTNTSFLPCMVSPSKGEELAARLGTVYRESSGYTGEGIREVVGTAVRLAVQHRLQTQTNKKRFR
MFRRSPSKLCNHHPEPPLLPVPVPAPEIKVEDSKFAEDMKCMLDRSTCYDVSFRFGSNLPLLQAHRFVLSIGSEWFRDFF
ENQDHLHKNQTHRTIDIHSSTHETQEISESLRLHTSPIYAQPRSFTHLIRFLYLGQFDVFDKGLVSEVLSTLNCVHIAEL
KEICTNILNNEDFMNKDVIESFIEKKSKIAKEVFLNRPLMSDVVFRVEGLQVHAHKGLIMARSEVMAAMFGGSFAESSNE
EIKLKDTPLKAFIGLLEYLYTDKLSPHESLDEDKQLLTLADRFCLNRMRSLCERRISEHLIARVKKQMSVDTETCEEVID
AYLLSQALNADQLHRSCAYIMKTNYADFEFKEVLSQLKPADIQHLTEHRWPPLSFFRQLEEYKKKTGRH           
>Nvec_XP_001634098                                                              
MAGKDATFCVNAMQSMDDFRKERFLCDVTLNVNEVLFHAHRNILAASSPYFRALFTSEMRENQGNEIKLNNVDVEIMEDI
LAYLYSGSVVVEESKAIPLTVAADYMLLPKLKQLGIDFLSHNLTSANCLSILAIAEKFNFQTLKDNAQRYTLEQFGTVSQ
AEEFERLNVEQLLAIISCDDLVAKEQEVFEAVVRWVDFSLEERRKHFEILFRHLRLVYLPRCYLEDVVKGEELVRESDAC
KLLVVRAEEYFSLSYDERKRRNLFPQPRTCQNGIFIAGGWLETNRITNEAHLFVPNLSECYDLAPMITARKNHGMTLHDG
GIFVVGGASMEETALRSAELYDPRSNSWSTVMSMRKEVAALGVASFGNYIYAIGGHDNTGRPLNVVQRYDSKDNSWSFVA
SLNESRTRLCVVATEDQIYAFGGFSSEEYMPLKSCETYKVDNDAWYEIPPMRHRRSGASATYLHQQIYIIGGEDLLEVPF
VLDACEVYTPVSNSWSVIAPLCVPRSHGCSGAIKDKVYALCGINKGRELHSIECYDTYKRQWEVVDRLKVAIEGLACCIT
TVPGELLASIM                                                                     
>Nvec_XP_001634017                                                              
MEQQELNTCTEFASVAFQQFNDFRNSKELCDVLLCVDDEEIPSHKLVLAASSPYFRAMFTSNLLECTQRTITLYDIDVGA
LQQIVEYFYTGKITIDEDNVQFLLHASCLLQVDRVRDFCSEFLAKQICVTNCLGIRALTDSFSCKEIYEAAQKFAVENFS
KVMHCEEFLLQPYESLLSLIELDFLDLNNEAELLVGVMEWLRYSADTRGHFAYPLLRRLHLMRVESQILENLLQDPVIKP
NRDCVELILETLEALASPTISAALEFPMFQSRRYRENKKVLLAIGGESIGVNLKSIECFDPETQQWSWEYPGDDSDDRLL
PQLNDARIYTCVCSTGHHVYTIGGKSSWKPLELVERYEWPENCWKPCTPLNHSRLGAGSALLDGQLLVIGGCGQTGYLSS
VESYDPLVDEWTVTKSMLLHRSYHGVASLGGNVYVVGGFGGTIDADNCWLGNAECFIPSCDLWAPIAPVREPRAYVSLAS
HEGSIYVLGGYNSSWLNSVERFDPREGIWYSSPPMKTPRTSMGATVLGNRIYVAGGFNGVKNINTMECYDVTAGKWLSLS
PMRMIRYAMSLTTLQL                                                                
>Nvec_XP_001633639                                                              



MDVKVDDSFTFYDDKYSKAILHRINQLRHHGAMCDVVIKAEDTEFLAHRNILSASSDYFFAMFNGNMKESSQDVVTITGV
TPDSMRSILNFIYTGEIVLDWDNVELILQGANLMLVQSVKDACCRFLESRLNVSNCLGIQSFSETYACHELWHIASRYVY
QNFVHVSESDEFLAMSPKNVAILFSSDEISVENEEKVYEALVRWVNHDLSQRRDLFPELLELIRLPLVSPYYLVDVVEKE
ELMTVSPRCVELLLEAQHFHMLPDRRSSLDNARTKPRNYERFHEMLIAIGGNGDFTNFTTVIRYDVREKQWHPVPSMNTR
RSKHGMVEVDGSIYVIGGFDGTTTVNTVESYSVQTNRWKVRAPMPTRRRCVCAVAHGKFIYVIGGHDGSSILNTVERYDT
TRDVWSSTDVQPMRDRRSFPCAVVCDDSMYVMGGYDGNDTLRSVEMYNFSSNQWTPLPSMFVPRSNAGAAVFNKKIYLVA
GWDGISLNSVENFDITTQEWQRLPSLPRPTTGATVVGGQMVVLGGGGGGVKTLDYSVYAISDNENKRSI           
>Nvec_XP_001633531                                                              
LSIENPKHGGEIVDGLYKQFKARRFCDVILLFEKTEVKAHKVVLASASRYFDAMFSDHFSDCEQEKVELPALDDKTGPAL
IEFAYTGKIDITQDNVLGLLAGSNFLQGFQFVEESCCNFLRLGLKETNAVDIMRIADTYSLQELKKDTKKYILRNFIKIL
DTEHFIGVPVTVLAELISEDSLLVVQE                                                     
>Nvec_XP_001632305                                                              
CDVNLEVEGQVFAAHRCVLAANSQFFYTMFTSGMRDSNDSRIKLCSLTSGALSSILDFFYTREINISRDNVVDILEAASF
LLLTPVKSACAQIILSALRINNCISTRRVADKYALEELKIKADSFIKKNFQQVRSEEEFLDLSIGELCELISSDDLNVET
EEEVFEAVLKWVKHESQNRAMHLPTALPCLRFGSLSSDFVERQIEGESLLQQCTFCQNFIKMYQRRQRATRAKKGGMSQE
ERPSAKVHNVMVGVGRGNLRTSFCYDTDSDTMYQLSEPYSPSFVLGTNLVAMEGQLYIVGGCNGGASGRVQCYNPGNNVW
TTVASCLTPRCQVGAVAFNSHLYIIGGTTEHLSQPVNLVERYNPAADSWTLVCPMKSKRRAPQVIATSTSIFAVGGATQP
GHDTVTCEVYKPAFDQWIIIAPL                                                         
>Nvec_XP_001632261                                                              
MALNSSSLLGNEAQRNIQQQLNAIFGQLSSAGLTVQVLQNKAVITQAANSETFRIVNGNEALKFVNNSRFADKILCIGNQ
RFFCHSDYLALRSEYFRALFNNEFRENSMDEIAIELPAPCDFEPILRYLYTGVANETDSIFHEKNIFPVIQNTNFLGVDD
LLSKAVTVFAYRWRVLTKSPMFRRSVIDYKFLSSVLEFGARNDLFKNGDKLKIVVSWDEEDSEEFPECRQLLREHKCLEE
AAVSDIEWGIQVKPKLFTRLDSLDFRSIFNRALHDSERAQEENRRSEEKIRGLTQCIRVLTKQLEDVRCLRCFTMVPRAA
LKTRTCVTTQHTGSYAQNRGWSCCGELQKRSKGCKPVCLSRHRINSH                                 
>Nvec_XP_001631936                                                              
MADEGQVAKLERHLGLLREEYVKLQNKLVEMEHKYSIAKASAGQGEENSFVSRLLKTVADLYDKDLYSDITVSFGGQKIK
AHKFVLAARSDHWCSRDLNEVTELELSDVSVDVGLTLMKWVYTDKAQIPKEESFLINLVHASNKYRLKDLRLRCEKILMS
SVTVSNCIKFYQTAEDIGAKELQKYCAEIISNHWHDLKTEDFVGISAPLLYEMFKSKSTYPLHLTIRHHREDVLFLFLIE
FNSQLPGKLNEVDPTTGEVPLHIALSEKLDSIARTLVGHGCDVDMVDSSGNCLLHKAISHGDEFSSTFLIKNGARVSAAN
HAEKVTPLHLTASYRPWMAGSASSPAGANHMTSAEGMARIASLLIDKGANTDAQDLAGRTPLHRAIEAKNDKVMNILLNR
SKLNLELRDKQGRVPLWLALSCDSFDSMDEESLAAKLVKHGASADAVNTVTGDSLLH                       
>Nvec_XP_001631436                                                              
MDSSSWQTEKTSIKERVHYMYSNSLFSDIEFLITKADGTEVRFPAHKFVLSVSSPVFEAMFFGNLAESGPTVRLPDCTVD
GFQELLRYLYCDQVVFTGKNVLDVLYLSKKYIISHLIEKCWDYIERVIGYDDVFHVLPKAITMGEERVQGICWELVDIDT
AKCLASDAFLEVSKELLCDLLKRESLSIPEVKLFRAVNRWAEKKVEEKGMLGNPKAKREVLGEDLIYLIRVPLMTAMEFV
EVLSNNILNEVEIQELSNHHVKKEALTRFNAEPRPGLEPIDELPLGKANSSDVSGLLDGEVIRFTVNSELYLTGIKLFGE
KILDNFNINLMILNGNNEVVSQCNFGKTFLSWVAGRDLDEIALKLPEPVRVTPGLSYCVKAHIQGP              
>Nvec_XP_001631232                                                              
MAGRTVLKSLPPPKDFCLDVMLALNKQRLEGVLCDVTLIVEETSFHAHKSVLAAKSPYFHKLFTSEMAEKAQEMIKFELS
SLGLSKSVMGDMLCYLYTGNLNVLASQAQDFLIAADYFLLSELKDAAINVLESMINQENCCILLDLGERFSSDHLANSAR
MFIENVFSDFRHTTEFQELTLRQFQEIISSDNLVVTDEKEVFEAILAWVSHCEDKRNIYFEQLFSKIRLNSLDNEFLQFR
VLGDKFVAKSTKCVSRIKKVFRARLEAKPYDIPLEIPRKCLQPPVDIVLTCGGMTPRRPAHAHMLRCYVPGGQWYDLPPM
PCKRNWHGVASYSNAFYVIGGEKDGEPSASCDRFDLPSRTWREMSPLLRGVVIPAVAVLKEFIYVIGGVRNYRARLQIFS
TKTNMWAYGESLSVAREITCAVAKAPYLYAIGGLRSDLGAYMCSVEKYDPARDSWSGVSDMLHARAGAVGLALNDKLYVL
GGESEVRVALTSCERYDIDLDEWSSIARMGVPRYFAGVAAIGDGFYVFGGVGGSNVDCDEKDVVEFYDVSEKKWTRTLRM
PWGERFFRICREQACNLATGGR                                                          
>Nvec_XP_001631191                                                              
MGDNQDFQLAKIDHVELLSSQSGTLYQSRELTDVTFIVEKTKFTAHRVILAARSEYFRALLFGGMREANPGIEIEVADAS
SIAFDALLRYIYTGKMFLAEYREEIVMELLGLAHKYGFLALESAIQGYLKAILDVKNVCLIFDMASLYQLKDLYETCLEF
LDANAIEVIASESFSMLSRTSLIDIIKRDSFCAPEVQIFRAVSDWIEVNKDSKEEDIESVLQCVRLTQISLHELFHTVRP
TKLYSADAILDSIKIKTESRVSEMNFRGHLVKDENIATSSYGTDVIEGEKRDGLLDNESLNYDLDRGFSRHLIADGDKGI
CIALGRPSIINTIRMLLWDRDLRSYSYYIEVSIDNQDWVTVIDYSKYLCRSWQILHFAPRVVRYIRIIGTYNSVNKVFHL
VHFECMYSTGSFKLSDNGIIVPSDNVAVPTASASVIEGVSRSWNALLNGETKCYDWNSGYTCHQVGSGSIVVQLAQPYFI
GSMRLLLWDCDDRCYSYYIEVSTDRQHWTKVVDKSNEQCRAWQHLEFKPLPMTFIRIVGTHNTANEVFHCVHFECPSTIS
NTENCNEITEKLEIGRGGRYLINIDYFNCYPFLPSSPL                                          
>Nvec_XP_001630614                                                              
MSSNAWQPAFKTIKERGKHMWKNPVLSDVEFLVCTSAGVKISIPAHRYVLAVSSPVFEAMFHGAMAESSRKVSLPDCTAE
ALSEMLRYAYFDEVELTGSNVMSVMYLAEKYILPGLNEKCTQFLQENLEAKDVLFVLPEAMEIQDENLQRHCWELVDETT
EEVVMSDAFLSVTRELLCDILDRDELMIKELELFKAVDRWAEQQTSSEGLGVDGESKRNVLGEEAIRRLRFPLISQEQFV
KHVLPKDILNREEIVDLFAHYVLPKEKGSVLFRATSRGLKIRGVSSSVTRFTSVSLTPSYRTYNEHSICFEVNTEIELSA
VILFGSLGNTYKVTFDQRVVIHPNTTYTLRAWINGPKSLCWQTGRRVVRNGDVEITFMDSPSSENRTRVEGVQFPVFHFS
Y                                                                               



>Nvec_XP_001630590                                                              
MGVDNIGLIIHLVLTYHSERHEEIESQVSKAFKEMSLRDIKDLPETKEMTMIANPLVEKIGELENWIRYVLPLILDMMSM
YGQAHSSFEETFEVTCDLLEDLNDYDRARHIVTCEECWNNMSAYPDDVKPKVQHPFSEPWDESDVILVVEEQEFHVHKFI
LKMASPVFKAMFEHVKDSKPIQLPGKKFNQVLDLMNHIYPTSNNSSITMDNVEHLSALAAEYQIKAVTNSCFDYLKGLEM
GVDNISLIIHLVLTYHSERHEEIESQVSKAFNEMSLTDIKNLPKAKEIMIIANPLVKRMEKLEDWVRYVLPLIIDMMGMY
RLDQEEFKIHGSVGGRCYYSNRLDGYDRARHVLITCDECRNYMSAHPGVSRCLKKYGNTSLLRRMEDIVEYIR       
>Nvec_XP_001630504                                                              
MKPKEEQKATMNSDIYCGEMLQRMNGYRVAHSLCDVDLMVEGLTFSAHRLVLAAGSPFFHGLFTTEMKEKQENKIVLKQV
KASVMENVLEYLYTGKTSLNPENAEDLVVSASYFLIEGLKEKASNFIRSSLNVDNCIQVREFAEKHDCKSLSLAARVFIG
QHFGEIINGEEFLGLEFEKIEEFIASENTVVPKEERIYEAVTKWVRKAPAIRKKYFKKLFHHVRLSLLSRKFLNVTILQD
ELVTSNVACMQFVLQSMSNVQSLPPIQKPRKCLDSCVDAVVISGGFDDDNLPTASTICFIPEMNNTWYELTPLSIAKYGS
AAAYCDGFLYSVGGWEVQASQGPIEEDVPTTSVERYDPTTNTWLSVAPLKHAEKFVSVISLDGHLYCLGRSKSMYRYTPA
KNTWEYITGAPEELHGACVVADASNIYVIGGLDQNNMVTSSCWKYDPEVERWSLLSSMSTKRYLAAGTVKGREIFIVGGL
NEYGSTQALNSVEVYYIDTDEWSCGFSYLQFPRYSAGVTCIWDKVLVFGGEHEGETQNSIEWYNKIERRWELCPKMPCRS
NFCCNWLRIPKNLLEVVEELEF                                                          
>Nvec_XP_001630128                                                              
MNDQRKESTKLCDVVLRIDEQSYAGHRAVLASCSAYFYAMFNGELAESKQKIITMKDILPDYMQVLVEFAYTGRVEITVE
NVQNLLATASLLQFHEVKDLCCQFLESQLDPSNCLGIRKFTESHGCCKFLEVIDKYVLENFKQVMKSEEYALLPSELLVK
VISSDDLNIIEEEEVFEAVMNWIRHDLNTRVAKLPSLIRYVRMPLISKHYLLNRIDTDSLIRSNLTCRDLLDEAKNYHLL
PDQRARFRSDRMRPRKSMMGTMFAIGGKEAGETISNTTECYSLQTNTWQSSAPLIVPRQQLGVGNIGNRLYAVGGSNGYT
RLSTVEMFTPESNKWTYCKSLNTSRSGVGLGVLGETLYALGGYDGRTCLKTVERYDPQVDCWSSVASTTVTRSFPGVAEL
GGRLFVIGGNDGASFLNSVECYDPLSNKWTTLPSMCRPRAGIGAGAIDGLLFAIGGFDGMLRLDIVEMFESRMNTWTQVS
PLKSCRDGVCVAAYGCWIYAVGGIDGPSYLNTVEAYDPKTDLWETMPSMSRCRAAAGVVVLPPI                
>Nvec_XP_001629915                                                              
MEMPSIVQSQSRLTFSRENHEKRLLELLNEQRKATKFCDVLLEVGDSEIAAHRAILSASIPVLSERLSDRKEGLKIKLEG
LQHNAVKAIVDYLYTSCLDVPADSVLNVYLAARSLGMNELVSDLEDFIRKEILPTEWLAIRVFAVRNDVQELLAMVEEFI
ANNIEEIFQKQAFLKLPRLQVELTARHSEDIFRPCFEAYRYSVLQVDLNHIPCSSSKLFSGIVLLSLIRCWQQSPYTSSS
RCHAMILCPASRLVMMNGRCSVGAAEVNGKLYAVGGYDRGQCLETVAYYDIQTNEWMPVTSLRRRRGRLQVAILGGKMYA
VGGSDGHSELNSCECYDEASDSWHIVAPMNYCRSNFGMATINNRIYVVGGYQGSHNLKTAEVYNPDSNKWVMVTPMSSGR
DNLSAVALDGKMYVLGGYNGWAYFNTVECYTPETDSWSFVTPMKFARRGAGAAAVGGYLYVIGGYDGTSFLTSCERYDPS
TNEWTTIAEMNTPRHNVGVAVVNGLIFAVGGFNGSAFLKTMEYYDPKTNKWSSFVSSFT                     
>Nvec_XP_001629817                                                              
MAEESKEPEVLIYKDSFHACNVLETLRTLFQGRKMCDVTVVVGKMEIPSHRLILAANSSYFYSMFTSGMSETAQNRINLK
EVDATVVRQLIEYCYTSTIEINENNVQNLLSIGNLLQFTTVVETCSDFLKKQLHATNCLGIGNFADHHGCGKLKLAAQSY
AEKHFLDVAKSDEFLLATYEQISSMLKSDSLNVISEKDVFEAVLAWIRHDLPKRQNYLPELLKHIRLTLLPPKILVDCIE
SEKLVQGDDMCIRIISEAKNFHLLPERRDKMQMLTKIRQKDHGTRMFVIGG                             
>Nvec_XP_001629193                                                              
MNELDFDEEHQRELIKCVVVGNSGVGKTRLICAEALGVGMKTQEANPRHVRHVHYPTVFAIDQYHVSAEIRDRANFTIDG
VSVSLRLWDTFGDHSMNRRFAYQNAHVIVLCFAINTPSSFKDVNAVWYPEIKKYCPRVPIILVGTKSDWRSQLNVSVVCQ
NTSLSKRMRECFLVSPDMGRQVAKEIDAVYYEASVVDMWGYHDVFENAIRAALNSRRQTRFWSSHLKRVSQPRLQPPNLP
PKPTLPNIIVPSSLFRENLKTIFHSSLCSDVVFLIGNQSIPAHAMLLAAMSPTFAHLLLGHELFGELIEEEKLQKFLVMG
DKSVTSFQEGDVMGEKAWLPRGFTSINLSGMQCVPTPGNKKHQLLVKLDTFISHSAFLLVLDFLYSGNLSVSACTKELQD
AALYLQLANLASYVENVINNMAYMNTEVYADINMRVTSCARAFVGKECMSDVAFDLGVVVVHAHKVMLVSQSEMLAAMFM
EGHFLEGGRQSVRLRDTNHDHFLALLEFLYTGRCPNLFLDDALGVIALANFFCLPRLVASCEQLVVKELQASMHSDELAV
SESVIVSMIEAELHNASQLQQWCRTYISCNYNALCRKHPKELKALNPDTQKHLEQHRWPPVWYILENDWYEKEKREQESR
ANIFRKYSLNVRYCCYNGQNIDCGLYGLFEF                                                 
>Nvec_XP_001629068                                                              
ERKRRFPKLINLRRRLLRSRGPYRTLDHGKVLKDLIENWSTQEITELVDEYEALIAQKDSITQSSICRQPVSSLKKDFQE
LLENAYCSDVVLLYSGSRFHANKAILSARCSYFKDMFSDESNQPLTYSVDIPVEEISTGMFASLLQYLYTGDFLSQNSGL
DSLELLIQLGDDFGTPNVLEQDLKCLLYNADHSDTLLVFQGFNLSELPVDSSVTETCFEVPCHKAVLCARSPYFRSLLLK
KDSSFPVLNESGVLKLLLDERVFPRQYARVVLQCMYTDSFDLSAVVKWTSEEERGHGLETHKLLTTAEVAMEVFEVARFI
DFDLLAQGCEDIIVEELSPASLLVTLEWSAKPHGSQWVAKQAEQYLLEEFTTIMRSEVFTKIPKLYLQRAIQSDFIQACE
QDILAAVIRWGESQVAQRMTALQGTCWVVFLISYSVIMDGKRSVKIKDIDNKALKRELAGLVEHVRVQHIIPPQCEVLEN
ALARGLIKQGMPLDIGQGSFYPRCPWMRRKNDKDFTRPRLFLPYYQEAKSILQERQDAELDLIQQRMLHMGKSIPDTLYM
VSNSKR                                                                          
>Nvec_XP_001628616                                                              
MNYQNVKLVVVGDGGVGKSAFLITATTNAFPGEYIPTVFDNYSSNIMLDGKAYNVGLWDTAGQEDYDRLRPLSYPMTDVF
LVCFDIGSRTSFENIESKWLPELNHHMPETPKILVGNKRDLRSAQQNTSRDPITYEEGKALAKRLGMQYLENSSLTQDGV
KDVMSAAIRVGAGHVQANTFTCRCQGSRFCIHKVWRKSGQSKKADLGPQPPIMPPAGQAPWIEVMTSTFADDWKKMVLGN
DDSADVKFTFSGNAPTLHAHQTILSAASPIFRELFLGSKKVNAVPRKYQAIFSDISWSIAGNNFDSGKAKNSTELVEFQL
CSDISCESFEKILQFLYTGLPGFSEIEDSDFVLDVKKTAAKFHLSWLEQVCENKFGEDVYLNPSIGTYLNDETGAKLKSL
FFNKSQLCDFRFRVDGQVVFAHKVVLMARCDVMAAMLGGRFKEGKTENETPILDASLAAFLAVLEYIYTDHAPLETVDPL



EVLVLADRFGLPRLVTLCELYITKRVDRMIQKKVADSTSDVINLLNMAQVYNADQLAQWCRHFIASNYSVFESTGDLHLL
QGDDVDFVQENRWPPLSYIRELEEYEAKMNEMGKGDKCSVM                                       
>Nvec_XP_001628243                                                              
PDGPPPDNKVYLFTDVAHSSNILCSLNSLRQQEDLCDMVLVVGGSTISAHKVVLASGSPYFRAMFTGGMSESRQDTVTLQ
ELDEKAMQNMIDFFYSGKIEISELNVQEVLPIACLLQVQSVQEACCEFLKRQLSPENCLGICAFADSHSCTELVKFSDAF
ARLHFVDVVQSEEFMDVPLKQLSRILVEDDLNVHSEERVYEAVMAWIKYDQDLRQEYAPEVLKYVRLPLLSAEFLMDRVA
TEDIIRNNRLCRCVSFL                                                               
>Nvec_XP_001628153                                                              
MLRRVDSEQEGSLEKFAQLRKEHILCDVEVIVSDGVSKAHGVIISIGSEYFRDRLTAIACRENKRIELKYKITKGTLENV
LDFLYSGNIKITESNACALLEAAVYLRISSLKFHCEEFTISRLSLNNCFQIMDLSKKFKSGKLDRASMEYICKNFLHLSK
NAEFLCLEPEYVEKILCCKFLTVKKEEDVFVALSSWVQHDISRKQTLPHFFKKLDFFAMSKFFIADHVANDQLIVSSPKC
TAHLIRVISSMLLPGREDVDLFLADRVTHSCNVDCVILAGGTGRKSRSIMCYVPSRKAWRLLRDTRIDREGHVMAISENL
SYIFGGRASESKNFLSNLNTLQLDPVLKTSQPIRGPEQDRYFAAAAILDGIIYIFGGKTSDRFYNVTETVVSYDPSTNTW
HSEPSLTYPRYAHCAVALHGNIYVMGGQSGSGNILRSVEKYSPRTGEWTCAPSMTIARMFASAVVLKNQIFITGGKNGWE
NSEILSSTEIFDACTNVWTVLGAQLCVALFACGIARVGSRVYVFGGADGLGRGQGSVECYDAGRDEWTITDKMPSKRAFL
QAGVISL                                                                         
>Nvec_XP_001628138                                                              
MPSFSEPWGYSDLVLVVEEERFHVHRAILAMCSPVFRAMFQSKFKEASLEEIPLPGKKADRIYDFLCMLYPFPIQIAEHH
DVSSLLELAREYQIPKLTARCEERLLQKQSSVDLILLAQEFNLTKLLDKCLVSLSRMQLHDLKEKADNVGMRHHMNHHTF
LKTASICEHVPTGQPKFDDIDSSNLIVLLNNNIRWLKEQQARECRQLKDQHNREKATLLETVNELNECWGYNKLPIRGCA
CPSYTKSCDTCNTVLEKYVKTKCAELIEKLSADS                                              
>Nvec_XP_001627035                                                              
MQCLNDFRKHNVLCEVTIVVNGKPFYAHRNVLAAASPYFRAMFSSHFREQNESKPVILENITADVMEELLNFIYAGTIKI
TPFNVKDLVSASNYLLMNSLKDACVSFMKSMINPSNCLGIETAANQFDCEALRKTANQYILDNFATVSQTDEFKSLPADK
LEEFLSSDETKVDREEQIFEALETWVSHNEDERKPLFPRLIQHVRFPLMSPYYLADFVETKELVLKTPECTPLLLEAKNY
HMLPDRRHLIKGSRTKPRKSMGFVTVIFSAGAAQSSLSSVERYDPRTNTWTMVAPMNVRRSLLNVAVLDGRLYAVGGCDE
NNFRLNSVEHYNPFTDTWHYSAPMATCRSSPCVLATGRALYVVGGVNYVGMSLNTGECFDPLANTWSPIAPMIEKRASAC
GAVCNGKAYVIGGWDGQKHLNTGEMYEPEIDQWTVIPQASTARWDAGIAVESDRIFVVGGCDRNALCTLETECYDPEKKK
WSKVASLPVATHGLKCSTIQVILESFVQHVNALVHWGQGLHATCDENKAFKE                            
>Nvec_XP_001626972                                                              
MADRRRQESANLAKEHAIGILNRLQHLRRLNTMCDAVLKVEEKQFPIHKIVVSASSPYFEVLFSGGLRESYLDTVTIQGI
DSETFSALLDFIYTGVINVNEENVQQLLPAAKMLQLDAVEKCCCDFLMRQLEHANCLGIYLFAEAHSCADLSTNALEFIH
RNFVLVCESEEYLELDRWHLLQLLDSEDLKIESECQVFEAAMRWVMFDMRSRREALGKILERIRLPLISPKYFEKFLSEC
QNESLHRMLGNILEGYRSYQSLAHSAVKGIVQPRRASRKCFYIIGGYSRSAGGRWSDTASLANVEKFDTFTQTCYGSTPT
SMSYPRSGHCVASVSGLVYAIGGENDSLIYDITECYDPTLNSWSVVAPLTAPRVACGACVVDGFIYVLGGWVGSEIADSI
ERYDPKENLWEIVGKVETKRLHLGVTELHGNIYVIGGISELGEQLKCTESFNPLKDKWTKLADMSTRRSYLGVASLGDAI
YAVGGENEHEGVLRSVERYDYATDEWVLFAMLETPRAGLSLATNNNMLYVIGGRTAGGEFSAPITMATIEVYNQQKNKWT
HASDLSLSRCEFGVGIV                                                               
>Nvec_XP_001626607                                                              
MGFFKNSVEAPKSLSKNTHPTLMEGLLLKSLNDQRQSKILCDVVLLVENEEFSAHKGILAANSHYFMAMFTTDMIEKEQE
RVILKKLKPSVVKEILDFLYTGRIEIDNKNVRDLLEASSFLIISSVTDKCWQFLEEYLNVETCLIVLSIADEFYNLDLNK
KALKFLCREFLSVAKTREFLELSTAEIKELLSSDDIYLDDEIQLLEILIKWVNFDRSNRRKYIPELMKLVRFHFIKPGIL
DSQLFKDLATDLEIVSQTEQLSSLTSGGEAPRKSYSNIEVIIIAGGVDETRILDTVCCYIPSANKWCELASMNTPRWRSQ
MVLLNNSVLAIGGLKEVSTTNPEIPFLETYQPRKDSWQAIHTLDLPAAPMNQPRFGASAASIDNKVYVIGGCHGRITHQS
GEVYDPSTERWTFLAPMATARVHCATAVHDGKLWVFGGLSEPRGSAVRDVECYDPDTNNWTSVAPMPGARA         
>Nvec_XP_001626365                                                              
PLLPRIDDVPWCLNDVSKVLRLGRAREHFRAISPQTIERISFMLQRPLLRIVREARRLALRHERLSKAEIQTSVRLVLSL
SMSRSCAVLASKALSMYSMCGEPFLKSKRARSGLVFPVGRIFRWLLDMKVACRVYDAAAIYLAATLEYIAEETIYRAVTT
REVIDHVVPETVEKCVNMDPDLWSLYQPYCHLLSGRTCYGIVETLEPYAVTKVKRTLSPSLERSPVAPKTHKPLEPCFVT
TCVTSISELKELIAHVQKRLGSESLLTKDNRALSSLAWLPVALQTLLYFMTCSHQVDVDITGILANTKRSHSHLPPLVEW
IRVASIHAEHRASGVVDDDDVRQAARLLMPFTDCEPRLLSSQCWSPGLSPSASIAACQFDMGLRMLLCGKRELAPQALTT
LGPEKINAIDQQGMTPLMHACAQGDVDLVKLLLDNHAYLDSQVPHRDAQRYPQVAAAVQGWTAICYAVMIGHVYICQMLL
DAGANPNASQGTGADAALQLAVAAGHYDLVSLLCARGADPHVTWALGPGKTGFGSTFATAAACGHRKVLRKLLAEPPPAR
DSDMMSLEEILSEGSPVSKGGNSPKLNRKRMKVLQEAMYHSSEHGFVEIAMELRSLGVPWSLHCWTQTLYHAYEQGQTAH
ARCLFRDFQSIPVNEYTVEFCEDGLAVLFHIFRECEDLSLMKDLASVFSACFGDEPLPTIEELPSTAPKIRIGADYVNNQ
EMSDVTFVVEGEPFYGHKIILATASPRFKQMLTIKPSENSEGHVPCIEITDIKYDIFTHVIRYVYSGKTQDPQEHWRVLE
LMHAAHYFMLAGLRRHCERLTADRMNVTNAIPAYKCAKCYEAKELLEYCECFMLANLETMIGDKTLRDLVLGEAGRTVSK
GGRGN                                                                           
>Nvec_XP_001625907                                                              
MCDITLKTTSEDIFPAHKIVLAAKSDYFKALFTTEMAEKNCQEISLDISTRTLKAILKYVYCGDVSLNVSNARSVFVAAD
YLMMDHLKKRAAAILKRTITNDLYFEIRNLAETYNSSILDRSTMRYICRHFSLLSQRGGFNNLNFETVERVIRSDEVIVK
QEEEVFEAVQRWVGADMRRREHYFEQLFRHVRLCSISEDYLRLMIDDMLVRNSLACMKQILKSLQRRVTKEDNEDIDEPR



TCLRKHSRAVILFGGMSGGRTITDTVSWIPGANTWSKLSDMRTPRERHAVVTCQGYVYVIGGYNNSCAVDRYDPRTNTWC
SVAQVPDKTIASAAVAFEGKIYVLGGSDGFNAMSTVQRYNPHTNTWQLLAPLTQKRKAHCAVVLHGNLYAISGCTYDNDS
LASVERLDPNVDHQPWQRVASLRHHRKYACAVASTNRIIVAGGYQDTSSTALRSCEAYDVMTDEWQGMAPLLLPRAAAGM
VRMRGHVFVLGGRSDLQSVRSVERYYEGEGEW                                                
>Nvec_XP_001625887                                                              
MMNELRKKRELCDVLLHVGGREFRGHRIVLAGASSYLRAMFTNGMLESGMRDIKLQGIDPAVMEILLDFVYTGIVDISVE
NVQALLSGATLLNLQTLSQACCSFLQTHLDASNCLGIRAFADLYSCTELENAAFKYICQHFLDVIKCDEFLQLPYRDLKS
LLESDLIQVRTEDQVFEAMESWVYHDFKQRKDYCSDLLARIRLPLLSLEFLEERVFPSKLIKSSTDCQLLLARVLNETSR
NLPPYMTTQRAQPLSIYVIGGRNALDCQLATLERYDVLADEWVSMENMKHARTAVGACSLNGLLYVVGGECAVNSPHDDT
MYVRYMECYDPIVRQWILLADIAIQRSFVSVVAANGYLYAVGGEDRTCSYNYVERYDPKSNHWITVQSMRRKRSGAGVAV
CDGKIYVAGGYDRGVHSDRASVECYDPENDSWSFVTELEKARSGLVLAEYNGCLYAFGGRNRSTDHYFDLVEKYNPQTHQ
WTPVAPMLTPRAWPSAAVHDGKIYLLGGFDGASRLASAEVYDPELDTWSYIRDMHVSRAGCGAAVL              
>Nvec_XP_001625690                                                              
MSCNKLEDSHVYGSHLVSDDRFRRFVFRELNEMRKREFLCDVIILADNGCRRFPAHRAVLAASSRYFHKLYNGTTLARYS
RETILSGICDRELETVVHYIYTSEVCIDGDNVRALLHAAYNLGLDLLTLACEKYLVENVHHENSIELMVLAQMYSCDKLL
KTTGQCIGEHFLRLSNTQPFFRMSPRQLQQIIADDDLNISREEEVYNAVIKWIRFDYERRRDDFPNLINHIRLQFISRRF
LLNTVDKEPLVTSSEFCRGLLADALALKAVDRKKICIYGHLHHKKRWRTHLMKVIMIVGGITEDPGSSSHCYNPLTNTWY
SVARIKQDRLDFGMSRVGYWLFVVGGSSPRESGSVLASVERFDPKYNKWEKMESLIQARSKFELAEVEGKLYSIGGTIGG
EPLTRDNAVECYDQVNNTWSSRAAPHQLRHFCSTAVLHCRIYAIGGISRCGTVLSTVERYEPQYDRWMTAAALNTARGGA
CAVVLNGHIYVMGGSSERSALSSCEVYNPSMNKWTYFSDMSIKRDRAGAAVFDDKIYVFGGSYGNVVIDTVECYDPAVGR
WETVAHLPNARHGFKCACALVNKELVREVKVKAKSEKLI                                         
>Nvec_XP_001625538                                                              
MEETDEGVCQNFVDSLHPGCVLSRLQELRKNEELCDITLLVENKRITAHKAVLAATSRYFNAMFTGQMRESSTDLVEIHG
VDSVSAELLINFAYTSRLRITDANVQNIFLASDLLQFKSAKDACIDFIMRQIETSNCLRILALAERHGLKILKEAAFSVI
MDNFTEVVETDDFKNLSTSQVIDILLRDDLKVTEERQVFKATVTWVDHNREERKQHMSELLKVVRLSFIPLRVLCTEIGE
NPLVQSNVFCQDIIEEAKTCHCECACVTMRRSYAKTLFVLGGETSFMKEVKSVERFDHERTEWLMSKPMSEARASFAVAV
YDNKLYVIGGYRRGRKLNSMERYDPVEDTWTGLPSTSKCQGDMRAAVLGDYIYVAGGSSDRLLTCNYVERYSPRSERWQT
VATMHRQRRRFALAVLDSRMYAVGGFDDNTGDLSHVEHYNPETNSWVEDPEMLICRYDFGAQALSGYLYAVGGANGRKGS
LNTVERYDPKAQTWTRVASMKHCRGGVSIAVHCGKIFAINGMNEYMSIVDSVECYDEVENRW                  
>Nvec_XP_001624475                                                              
DWQLTKTSLNSRVAHTFNSPLMSDVAFVVEDPAKQDVVSIPAHKYILGVSSPVFFAMFYGQMSTSISKVELPDCDSVGLI
EFLRYLYCNRVKFTMESAIQALYLSKKYLVPSLAKHCVTYIRDNVTPQIVFDVLPYALKLAEKDILDRCFELVDFHAVTL
LGSQSFLTVTEDVLVALLQRDSLRVTEVDLFRAVQRWLAHNVEQECSVTGELNFLHTDKHVQRLMALIRFPLMKQSEFIN
QVVPSGFLSPDDVTQIMLGYVTPQKACNFSSQPRSGPIKRCARFQSTERWFLYSGKRAETVAFTVSASVRLHGVRLYGDE
HACYRVNLELFFTMSPEHKHTKNGCYNSELIQTDSYHGYDVKFDTPVMLKAEIEYQLSALIVGPPSCYG           
>Nvec_XP_001623399                                                              
MSTAATLPLTPPPLLRSWQPTPDGPPPDNKVYLFTDVAHSSNILCSLNSLRQQEDLCDMVLVVGGSTISAHKVVLASGSP
YFRAMFTGGMSESRQDTVTLQELDEKAMQNMIDFFYSGKIEISELNVQEVLPIACLLQVQSVQEACCEFLKRQLSPENCL
GICAFADSHSCTELVKFSDAFARLHFVDVVQSEEFMDVPLKQLSRILVEDDLNVHSEERVYEAVMAWIKYDQDLRQEYAP
EVLKYVRLPLLSAEFLMDRVATEDIIRNNRLCSDLLLEATELLLLPRRRLQSQTTRVQPRKAVSSHQVLYAIGGMSRRDA
SKSGERFDPRQGKWKPIGDMKICRWGAAVGAIGPFLYICGGSDDASRLETVERFDPFTNVWVPSVSMDASRNGVGVAAGH
GRIYAIGGFDGSMPLNTAEFFDPKVGRWIEVSRMNHCRFGVGCAVLDTCVYAVGGSDGTNLKTVEKFDPETNTWTVVAPM
NTARKQVGVAALGGYLYAIGGCDHGTRYDTVERYDPDKDRWTYVCPMSTPRSGCGVGVLDGFIYVVGGYDGTTYLQTVER
YDPLSNKWHP                                                                      
>Nvec_XP_001622928                                                              
MAAAEDDNTKALRSRNVLGSHENEAFSVFKELRDDGELLDVTLHVQGEEIKAHRVVLAACSPYFRAMLTTGFAETFMSTI
PLHECDPVGVQSIVEYFYSKRLTITKENIEGLLSAASLFEIPSIVHECGEFIQGEIQIDNCLGIQSLAGQYSLSSLKSKV
DDFVCWNFMKVACEDEYDMVPPDHLRDILSQDTLYVNGEEDVFEAVMAWFEYDQERVHKYPDIMSLVRFPVMDHKYLEEI
YSDEDIMAVPTWNKIISDAVSNPLRRKAGKSRQSPKVLYLIGELYNEPIQMFNLETYSCTTVSRMKQNAGTAVVADGSLY
MVVGGGLMVDRFNPRLNDWVRVADGSKESEFAACGGVGRMYLVGGGRRAKFLDLRTKEWTNLPLMSIRRNYHAITCVENK
VFVTGGVTPPGEQAIADAECFNTELNKWESIPPMNHVRFRHELASAGNHVYAIGGCDKVGSAHKTVEVYDLKSCTWQLIG
ELNHPRRDFAVGVIQGMIFVFGGGGTTSIEQYNIDMDKWTIVGSLNKRWSNFRCVLYPFINFKL                
>Nvec_XP_001622433                                                              
MVTPKKSSKCDSSSYLTSGHAKDILTSVNKLRKDGKLCDVVLQVEKKEFPAHRIVLASCSDYFYAMFTNDMLESQKGVIE
LQGLASDTMEVLLDFVYTETVKVSVENVQALLPAACLLQLTGVQKACSEFLQHQLDPTNCLGIRAFADTHCCDELKAAAE
NFIHKHFTEIVKSEEFMMLNSDDVMCLSKSDNLTVPSEEAVFDAILKWIKHDQVQRKDYLPVMLENVRLPLLSPRFLTDV
VDNEALIRESLACRDLVDEAKRYHLRPECRHLLQSPRTKARYGLAEMMYVLGGFGNMQSPVDIVEKYDPRTKQWTEVQPM
SKKRRYLCAVALGNRLFALGGYDSSSRLNTVECYNPIVSQWNTVTPMLQRRGLAGAVTLDGKIYVSGGFDGTVRHTSVEC
YDPNIDRWSMASRMLSPREGAGLSNMDGILYSVGGYDGTNILNTVERFDPRTGQWTAVAPMGTRRSGKDILNHFILEDSA
KIICYILGAGVTVLDGQLYAIGGYDGNHHLATVECYSPCTDQWRPVASMQSKRCYVGGSILGGKLCAVGGYDGTALQDTI
EIYDVVSNAWSILSSMSTSRCDMGVCVLADPYG                                               
>Nvec_XP_001622304                                                              



MSASTTSTSDSVKSDTVYVSKEHGHAAFQVLNEMRTNSEHCDITLKAGNLVLSAHRVVLAALSPYFRELLLPTNNEKAEK
EYVMPDSLKPGAVVAMLEFFYSGTLQINLKSIEDLLAAASTMKVSHTLREKRMILLSFSVAITFLYEDFDLKSLRKSHFI
TSMGMHFLAGDHLYNCTAFDYGLTQIHSKYYRISHV                                            
>Nvec_XP_001622152                                                              
MAANMTCIRSYVINPMDSASQHIMTVISYSIAILAAASNAFIIYLMLRAKKPRVLKAFYRSHASLFTLSLSFSDVLTGTI
SIPLQNAARIMNIHSSIVCQTHGILILLFPTITVLNLMVISIEKYLAIFYPFYLPSTRAVRGLIASMWLLGAAITTAYNI
NTRNIFPVIVNEDSYTLVCAPDSSLPTYSATVFAFLILVFILPIVAQIIFALKIRRHLKQRHRWRPSRQALTLNKFLWLS
VVAFTVPCIPWLLYLMINIIFQLKLDYEHDTLARYCTFLSLLSNALINPVIYFFHSTRQFRQVLCNKRSPRCAVIPRGNG
GAFAFQAAGGDVAAVNVGGFGDRVIGCTGDVAAICIGGIGDGAIGGGGDGAIGGGGDGAIGSAIGDGVNSDDGAIGCDGG
GGANVGGDIGGNNGAIGGDNDDGAIGVSCTMQASPGVGLPHEQEEDVPDYGKVFKESFKVFKEQGPKDSAPQTCNLDFSK
QWKRSDAVLTVDNNQKFHVHTATLARVSPVFEELLTPENLAKYPNKELYLPGKNADEFREFLKVLYSAEPVREYKIHFLL
PLAHEFKTLVVLKRCEESLMPKVKNETLAFKYLSIAQMYGLEMLRRCCVKILKYKSLPDLRANRMYREIAPKSGWDITEG
RVEILESELGQVQTKLSTICEQLITELFGELYTKQSGGRPPPMNATMANKLCFVKDSGIKSPEIRIISEALEKLEKLYS 
>Nvec_XP_001622151                                                              
MQKKGSEPDFSVPWHLSDAVLVVEEKHFNVHKSTLSMWSPVFEKMFRERNDQEICLPGKKSKEIKEMLLVIYPTSKKVTE
ENCYYLLTLAQEYQMEQLTERCEKYLIQREKTPFQAIDFLVLAHGFKMSELCKQCIEIAKHISLNELRKHEKYSLVEDGN
GKQLAERRVELLEGKVATLEQKPNSIRKEIKETCEWAIREISRVVFHKKHQGDGKHSPRALGDCLRVLEEEALQSPEMNL
VVQLLQQRLRKIYEPQQRM                                                             
>Nvec_XP_001621571                                                              
MASHRRFQIPNHSNEALQMMNELRKKRELCDVLLHVGGREFRGHRIVLAGASSYLRAMFTNGMLESGMRDIKLQGIDPAV
MEILLDFVYTGI                                                                    
>Nvec_XP_001621522                                                              
MDFDRALHGGERADETPSDVVKYEAGSKHGIKALMVMDDLRGRKQLCDVTLCVDERQIVAHRLVLASFSSYFQAMFTGGL
VESFEDSVTLRDVDSGAVELLVDFAYTGKLDITTENVQSIMYASSLFQLNAIQKACSEFLERQLHPSNCLGIRSFADAHS
CVGLLHASEKFINEYFSDVVKNEEFLLLPQEELAVLLSSEDLNVDCEEEVFVALIAWTKHDVDERKDLLAELLQNIRLPL
ISPHFLIDQVEKEELISHDIKCRNLLDQAKNFHLLPERAPKKISVVHPRRSLMGALYSVCGMDSTGHSVKIVEQYDFHGG
KVKVISPTHVARSGVGIGVLDNKLYAVGGHDGTNYLNSVESYCMVTKQWRFVAPMCNPRRYVAVGVLGGLLYAVGGYDGT
TVLDSVEVYDPKSDQWKFVSSMKNKRRHVAVGVLNQLDLCLGYLYAVGGHDGVNYLKTVERYDPETNEWSYVASMGARRG
GVGVATLHGCLYATGGYDGTSNLSTSERYYPSDDRWAFVAPMSVCRSGHGVGVAGGRLYALGGHDGVSYRNTVEYFDPKV
GEWRMVGSMGMCKAVAGVAVIKGRH                                                       
>Nvec_XP_001621258                                                              
QLPTGRLFHAGVRIDDAFFIFGGTIDNNVRSGELYRFQLVSYPRCTLRDDFGRLLGSQQFCDMVFVVGEDDKIFPAHTAL
VAARSPWLRRHLLHLKETIQVIQPRYFPKAHPNVGFQGSGEEEGQIEIRLHDAHPRAFEITLHYMYTDSIYSLVKDVNGS
EAISLMMDVYGLAVKLEIGSFEHLCVQYIEASITQDNVLVALERAARLQLESLKEFCLRFIVREANYSSIIMSKEFESVP
RDLMVDIIRRRQAHPQVRTLEQAMTGFLCSGQDFHDITLKVDGNPVGAHKAILAARCSYFEAMFRSFMPENNTVTITIGE
TVPSQKAFDSLLKYIYFGNVTMPPEDSLYLLSAPFFFGFTNNRLQVRFHSTK                            
>Nvec_XP_001619954                                                              
WQTSMCSLRERNKHMFNNELFSDVRFLVGRSAKQSIPAHKYIMSISSPVFSSMFFAFGALQAEQLTREQIEISECEPAAF
LELLRYLYYDEVQLTTITAPEVLYLARKYLIPHLADICTDFLVTNLTVDNSLTVLDQCCMLGVGKGLEKQCWDIVDKRAE
NIADDVTFVEIDHGTLTAFLCRDTLVAKETTLFNAAVRWAGKECQRLKLPLTAEARRQVLGDTFYSIRFPLMSMKDFTDQ
VARSGYLTYEEVANMYIGFNSGFQKCHVKF                                                  
>Nvec_XP_001617883                                                              
MADSSKSVAEENVLHPLEFLQTLDKMRVSGEGCDVTLKVTDQSFPGHKLVLAANSTYFRAMFGLREGFVESSKNDVVLHD
LDPKGVNAVISYFYNSKIEINADNFEAVFAVANMWDVKFVLTACENYLRVHLSASNCLGFQILVHQSSAFSENFRTLLDD
FVNKNFMVICQHEEMLIIPVEHLEKILKGDELCVKSEEIVCQAVLRWLRHDVTGRKQNAARLLLAVRLGLLSDSFITLVL
FQNDVIQCRGLRVY                                                                  
>Nvec_XP_001624184                                                              
MDCTPSCRLPKHAELIQSAATWENLPGFLSVARRICANPTNFTDRFGRHVLHVAATCGKGDLLEWLVKECKVDVGLRDVE
SAWTALHRSVYYGRLDCAVRLIRCGADLYACDKEDLSPLDILMLDSPYKMSSADDHETQLYTWGSNTNFTLGHRDENMRQ
HPELVAMCKFHSAFLTGDGKVLTCGHGRGGRLGHGDEKTQLAPCMLSGIGDDKCISIAAAQDHTLLVMESGVVFSFGLNN
MHQLGHSPPSMQSLVPKMVQARVWKGKQVIGVAAGKYHSAFYTHTELFTCGLNIGQLGHLKGEKYQTIPRQVSALVQKDL
RLASVMCSDNATVCATDRGDIYLLQHYTCQRVINRFPELTRLQVCGGNFDVTSTPDVNKAHEKLTLTLLNAKGEVYQWRS
SNGGLRKALWSLKRELFVSDIAVGKNLLIITDKGEAFMCTQSDDVITDVKRTPSSSSLTQLGLLMGDWNRKDFIGYHAER
IPMVHRGMRIFTDAKSKGFAVLQSHPSAGLGKYPKVSASRMCEDFKQLLDESTIEDSIHDVTLMVESHTFPAHSFILASR
SAVLRDLLQAD                                                                     
>Nvec_XP_001623193                                                              
MADRILVVTVRKQGWEQLRAAKLAKNICQSKKSSTETGKAEDEALSDEDSDIEIDKTAEIKGKNQSEETEAGGVTPGTLV
DITNEALGNKGPEPSPAFDVDRGKVSDGEKKPKCATKRKKNKSDDSFTMPDDIYKFTFDSIPQSTNGTDLEEIPGKENDK
SQCNTSIAHNNCRETLPQVEPERELCDGTETCKIDDIHDLDVPESVVREYEIHVHSFWLALNSSYFRGLFFSSGMKETRN
KKVSINVTEDMSAMFMILIESLYRPDVVINKSVDDLLILMRLSLIYDADSTLKCCQRLLSTAELSIPICDKALNMQEHER
LSEMDEFIKRCEQHLVEAFSPLDYQWTREEFFSLSATALKSVLGSNELCVSSENTVFLALMRWAEMNEVLDEGLEPLLNH
VCFKAMTINYLHDVVTSAHPIASTVEKFPLLFEEAVFFHAFSKERQAEEGDYEPRKAFEEPILFNWHVENYEDTEFEKKK



KIVKSPHFWVSGYEMFLELKLRSSGFQGLYLTICTQQFNHNSKGFVKLKYSLSSNFLKATHVFNEVDIFDKEGSGWGYEE
FFPLTWPEFRDQLKRSPLIITAQVRLLE                                                    
>Nvec_XP_001621835                                                              
RYYACLCGHEALVAYLLSIGARCEPNTFDGERCLYAALTDRIRKILQNYKAITSTCMRRNPYYEFLRRTLESGDFADVCF
VIHGQRFCAHRAILTTRSSYFASMFETKWKDKHVITLKNSLVKPWAFKALLNFIYMGMLI                    
>Nvec_XP_001620300                                                              
YFRAMFGLREGFVESSKNDVVLHDLHPKGVNAVISYFYNSKIEINADNFEAVFAVANMWDVKFVLTACENYLRVHLSANN
CLGFQILVHQSSAFSENFRTLLDDFVNKNFMLICQHEEMLIIPVEHLEKILKGDELCVKSEEIVCQAVLRWLRHDVTGRK
QNAARLLLAVRLGLLSDSFITLVLFQNDVIQCSDECKNLLRQRVMRYSIATKEWQDLNVEMPLRNYIIHCGLVAHGETIY
AIGGLCNAIKLSSDVTQQSLTWEGLPQTVVDHYRPGVCLLGDNVFIVGGCDRAHSDAHTVVEQLDISDPHAGWAGVASLT
TPRWGLGAVVLNKKIFAVGGFDTDNRAPISTVEVYSPRNDTWTQIKPLNRARRRFGIAEVDGTIFVAGGFSEDSVEYYNP
LSNQW                                                                           
>Adig_212v118523                                                                
MATVQENWQTKCTSISQRTKYIFNTALLSDVKFIVSVSNGESESKVIPAHKLVLAIGSPVFFAMFCGQMADTRDSIELPD
CEYEGVLELFRFIYSDEVKLTGSNVMHVLYLAKKYVVPLLAEKCAEFLRKNVDASSAFSILSHSQKFEDKDLENRCWKVV
EVKTEEALASDDFVVIERSLVESVVKSEKLNVKEVELFKAVNRWAEKNIEKQGIASDGNAKRAIIGEEILKEIRFPLMSQ
EEFARFVIDSNILNVQEVGDMIKHYSQVLTSPLPYLQSPRNEVLRRIGRFKEYCSGCWGYGGSLDSLILSVDKDG     
>Adig_213v118522                                                                
MATVQENWQINCTSIRQRTKYIFNTALLSDVKFIVPVSNGESESREIPAHKLVLAISSSVFFAMFYGQMADTRDSIELPD
CEYEGVLELFRFIYSDEVELTGSNVMHVLYLAKKYLMPSLAKRCAEFLRKNLDASNVFTILAHAQKFEDKELEDRCWKVI
EMHTEEAVTSDDFVVAERSLVESVVKREKLNVKEVMLFKAVNRWAEKKIESQGIASDGNAKRGIIGEEILKEIRFPLMSQ
KEFARFVIDSNILNVQEVGDMIKHYSKVRTSPLPYLQSPRTARVCRFNEYCPAGVESCWVYGGNLDSLILSVDKDISLHG
VQHFGHEGCVYTVSMEIKVTTSNLSLAKKSGIYSSKKDLDHIYYGFDVLFDTPVILKSGKRYEVSSMISGPRSWYGKHGQ
THVNFEGINFTFSRSDSVRNGTDEKRGQFPAFFFTRSG*                                         
>Adig_1270v119354                                                               
MFYGQMADTRDSIELLDCDYESLLELFRFIYSDEVELNGSNVMRVLYLAKKYLVPSLAAKCAEFLRKNLDASNVFSILPH
AQKFDDKDLANRCWEVIEVHTEEALTSDDFVATERSLVESVVKRQKLNVKEVELFKAVDRWAEKKIEEQGIVTDGNAKRR
IIGEEILKEIRFPLMLQKEFASFVIDSNILNMQEVGVMIKHYNQVLTSPLPYLQSPRILVLKRACRFKNFKQHPAEGESG
RGRWNYNGKPDKLVINQDKDVRLHGVQHFGREGCEYTVSMEIKDTATNLSMVKKSGTYSSKKDFYHAYYGFDVLFDTPVI
LESGKRYEISSMISGPKSWYGEKGETPVNFEGINFAFSALDAPGNGTTEKVGQFPVLLFTHSG*                
>Adig_1368v119439                                                               
MDEIDYDQELPRELIKCVVIGDTGVGKSRLICAEALGVGILPPQPSQKQHVHFPTVFAIDQYHVSQEIRKRGNFKVDGVD
VALRLWDTFGDHEFNRKFAYQHAHVVVLCFAINCPNTFKNVNAVWYSEIRRYCPRTPIILVGTQSDWRMHFKNSSLVNVS
RSLSKRMQDCSLVTPDMGRQVAREIGASYYEASVVTMWGIHDVFENAVRAALITRRQTRFWSSHLKGVSKPQLQPPYLPD
KPDAPGINVEVSTYKENLLALLHSGMCADVEFLVQGQPIQAHRAVLCAAAPVFAELFSANELVINSGIRTPRRLVFQDAL
VFGKAGSLPRGFVAITSYNKTWVSDECSFEVQVIIDNFVSHKTFMYILEFLYSGVLPVEACTDELEEAAQDLQICNLVDY
VTNVLNNVGYMNTEVHSNFIRGMASCSKKLVNTQMFSDIVFKIEGRIILAHKSYLVAQCEMMAAMFMAGHFKESGVQVVE
LKDTNFDAFLKVLEFLYTGECPCLALDDTLAVMALANFFCLPRLVAFCEQVIVKELQVSMASDEMAVAEDVIGYLVEAQV
HNASQLEAWCIHFISTHYNAICRKCPKLVKNLDTSTLKNIEEKRWPPSWYIVEADWYAKAAEQLNNEKIAEKLRKSHKQA
RRKQKCTCLRVSA*                                                                  
>Adig_1383v103255                                                               
MGDSPDIRFGNGHIAAGEIDHGELLSSQTGALYRSQEFTDVIFVVEGSKFYAHRVILAARSEYFRALLYGGMRETDPDTE
IEVKDTTAPAFDALLKYVYTGKMFLGECREDTILELLSLAHKYGFLALESALQGYLKATLSIRNVCIVFDAAVLYQMRDL
CSTCLNFLDRNAVEVLSTDGFSCLTKSSLVEIIKRDSFCAPENQIFRAVKEWVEAAEEISDESIRDILDKVRLPLISLHD
LFNIVRPSQLFSADAILDVIRIKTESRVNEMNFRGHLVPDENVATSRHGAEVIEGEMPEFLLDGDTTNFDLDRGFTRHLI
LEGDKGICIALGRPSIINTIKLLLWNKDSRSYSYYIDVSMDNEDWIRVIDYSKFLCRLLLWDLDERRYSYYIEVSCDQQT
WVRVVDKTNEACRSWQHLSLDPRPVVFVRIVGVQNTANEVFHCVHFECPASSKEPSVCGSDSSDHSGTTETTISSIM*  
>Adig_1599v119618                                                               
MFTSELSETGQAVVNLPDLDPQAVEALVQYAYTSHIEIRVDNVENLLSVSCILQIDEVKDACSEFMKHQLHPSNCLGIRA
FAEGHGCNELYKIADAFTKERFVDVVKNQEFVLLNSECIAQLLSSEDLNVTSESQIFEALCAWTEHDERNRKRFMPKLLA
LVRLPLLAPEFLVDKVEMSPLFRDMSPCRELIIEAMKYQLLPKRRFQLQNPRATPRKATVGKLYVIGGMDSSKGAIQIEH
YDPRKNQWSLVAPMVTRRLQFDVAMVGGDLYVVGGRDGLKTLNTVECYNPITKQWSPVQSMNTHRHGLGVAMLGGPLYAV
GGHDGWSYLSVGVAVLDNFLYAMGGHDAPASQDCSRQFDSVERYNPNTDQWTMVAPMINCRDAVGATCLGDRLYAVGGYD
GSKYLSAVESYDPEKNKWEEVASLNYGRAAACVVSVPINPAEKGI*                                  
>Adig_1739v119736                                                               
MQGPMDHNPDFSRPWHFSDVVLSVEGTKFHVHRSILSMWSPVFEKMFTADFSEKDAKEIKLPGKKAEEIGVLLNIIYSCE
TAGVSEENYEFLLALAEEYQIARVKKLCIQYLSRNVNATNCEHIYAVAEEYDLYTVMESSLEESKYRTLRSFERADDFEN
LTHKAKVVFLKIRVQELEGTLSKYVTTCSSLVKRVYEMVAEEGKESVCDNYEAHSGWSRDARTFKPSCRCCVRRVQNSSC
QIYYGTLREDLKTLFDLRKNNQTVQRLQEEQRKGKWGWRH*                                       
>Adig_1759v119756                                                               
VKGRTIPAHGFVLASRSQYCHQLICENKEKRQGEADERTKTIPLNENVDYIAFLSWLRRLYSGGDICDEEVFVLKDVVVK
GKNGYHNLNEGGSKETNKTVNEMGKELDEEEMLSSRVLADLLFLAKTDHDVFPAPTCEEDEGFVQDSEDDVSEDDCTCLE



TRPLKKIEETMTKRD                                                                 
>Adig_1845v103367                                                               
MSLHEVFKPVESVPFTDDSHNTYILKRISRMRLHSVLTDVVLVVEGKEFPAHRNVLAANSDYFMAMFSGHMATPNDIVEV
KEITAKAMEVLLDFIYQGEILITEENVEEVFCGSCLLLLESVSQACCKFIQERITLSTCWGIRALSDKFNSSDLLNRVDT
FIEENFMEAVNCDEFLELPPSHLGDLLMDDEIVISREEDLYELLLKWVDHNRGERIQHFPSLLEKIRLPQVHPDYFEEKI
ATDELVTEHPEVQEILAKARRQLYPIYPMMVERDDSKWQIARRTVECYDPQANGWKFVSPMNNQRDGACVVTEGRYIYAI
SGYDGHSYLSSVEMYDPSSDAWASGAVVPIIERRQDAMVAVVENKIYVVGGYHGNTFLPTCEALDLDKNEWNFMASLSSP
RYQAGVAVLNRKIYVCGGWSENGVVTASVECYDVATDCWAMVMPLPTPAAARTTFVNFPRKMIEKLWLKDIKKTGSEEQL
AQPTKKDSLGADHNLHGATY*                                                           
>Adig_2016v103420                                                               
MFGAQPDKSGVDKTCPDEWQTTKATIKDRCSFLFNNEFLSDIRFTVPALGESESKKSKHETFAHKFLLSISSPVFYTMFY
GAVPETRDIVELPDCDYEVLLEFLRYIYCDELTLNESNVSGVLYLSKKYMMPPLADKCWNFLMSNMYPSNVYSVLSVAEF
HEEEKVANLCWKMIDGQTEAVLRQSIERPQLEAMVTRDTLKIGELNLFIAVDKWATSECGKKGLTPDGKTKRTVLGERII
KAIRFPLMGEYDFRYYVIPSGILSDEEVGHIQKYFDKTLDGPVGFPEHRRTSLDHLDRRKRFRYSGGSWSYHRGLRDALV
FEVGAIELYGLRLFGRLDSNYSVNLELINEESGEKVLSQTGNFTSVPLKTYGGSEYDGFEFLFDQPVNIDTVTKYRVEAL
ISGPSSAKAWNCYRNTDWFSFSASDNENNGTNAREGQFPEFVFLRCQKR*                              
>Adig_2585v120404                                                               
MMAMAENWQREIPNIKGRIEYVFNNDCLSDIEFVASLPNSEYKGGKKAKMAIPAHKFVLAIGSVVFHRMFYGPLAEKGKT
IELQDCDYESLLELFRYMYTDEVRLNSSNVMQVSYLASKYMVPSLVDKCSEYLMANVNTSNVFSILMHAQKFDIKDVEEL
CWEIVKSEAKDVVPSDEFLTLPRSLVEDVVKMKKLYIKEVELFKAVDRWASAEIEKQGLIPDGKTKRQLLGDEIVKSIRF
SSMSQKEFAAHVPELNILTMEEVSSIFQFFSGVSPKAELKPSPESSSRYGHFLRCCRFTKVHPPIDDSSIGEDVYSLGVT
VSEPIFLHGIQLFGSEGNSYEVYTKVSEERTDIRYSALFEQSGSYLSEKKADDKRFYVFDVFFNEPFLMERAKEYKIMAT
VYGHRAWYGTGEKAFANQDDVSFSFNNKSQACTNCNAVNPCNDIPALIFTIR*                           
>Adig_2616v120430                                                               
MAAHSEILLSKCAHFREQGEFIDVRLKVGEYEFPAHRIVLAANSDYFHAMLARGMKESYQEVIELKDENISAAATKKLMD
FMYSGELNVNDENVFEVLIAADHLQVTSVVQQCCKYLETKLVELGFDVQFYGRIIMVADRRGLKDLKEAMESKMASLYKE
ICEKEEFLSYMNADLLSALLCRDDLRAPSENFVFKSVMQWIKYRKEERMDLAAQVIGGVRLGLVDIKDVIDELDTEEMQV
IPEMKTLLHEAFMYNHRPSRSSAFALANGKPRSKSMVLVAIAPKHVACFDVQYKTWELVTSMQKLVRQGQCYCAEVIGNY
LYVAETASSICRYDIVHDIWSNLPPISRSLGIQKICSLCHFEDHLYVIFKSSAPYRYNIATNQWQAVASSKAVCNLSHET
FSNKAAVVYKSCIYVLYGQGEFKQVENDHWGSGTFSPEVSALYCFHPKKNVWQKKASTKTPHFGSSLLVVNNNLCVAGGR
GSLSYSRECVPAAVEVYNDQKNAWSVVKQTHIPPNKLGAVEIEGRVYFIINSFPVDSGIRIPPGEVYPVVLEGWENLRKV
NRDAVLCYVPLKTEDLITEHISSLGSGLELEYTLGLSS*                                         
>Adig_2617v120431                                                               
MVAHSEILLSKCAHFREQGEFIDVRLKVGEYEFPAHRIVLAANSDYFHAMLARGMKESYQEVIELKDENISAAAIQKLMD
FMYSGEISVNNESVFEVLIAADHLQVTSVVQQCCKYLETELVELGFDVQFYCRVIMFADRRGLKELKEAMESKMASVYKE
ICEKQEFLSHMNADQLSALLCRDDLRAPSEKFVLKSVIQWIKYRKEERMDVAAQVIGGVRLGLVDIKDVIDELDIEEMQA
IPEMKALLHEALMYNHRPSRSSAFALANGKPRSTSMVLVAIASTRVICFDVQSKTWKQLTSMKKLVEEGEHKQKRLWEEE
CYCAEVVGNYLYVATTGSRIHCYDIVHDIWSSLPPIPRSSGFERIGSLCHFEDHLYVINKSSVPYRYNIASNQWQAVASS
KAVCNLGQETFCNKAAVVYKSCIYVLYGQVKQVENEYGGSCTYADVSALYCFHPKKNVWQKKASTKTPHFGSSLLVVNNN
LCVAGGSGSLALLRRGHYVPAAVDGPSGDPAAIEVYSDQKNAWSVVKQTRIPPNNLHAVEIEGRVYFIINSFPVDSGIRI
PPGEVYPVVLEGWGAFERVERNAVLCYVPLKTENLTTEVRGLLF*                                   
>Adig_3170v103671                                                               
MATVQENWRTNCTSICQRTKCIFNTALLSDVKFVVPVSNGESESREIPAHKFVLAIKSTVFLAMFYGQGADPSIRSIEVP
DCDYESLLELFRFIYSDEVELTGSNVIRVLYLAKKYLVLSLAEKCAGFLRKNLDASNVFSILPCAQTFDDKDLEDRCWEV
VDVHTKEALTSDDFVVAERSLVESVVKRQTLTVKEVELFKAVDRWAEKKTEEQGIVADGNAKRRIIGEEILNEIRFPLMS
KNEFVSFVADSKILDMQEVDDMIKLYNQVLTSPLPYLQSPRISVLKRVCRFKDFKQHSSVKDLWNYRHGYPENLVLNVNK
DVRLGGIQHFGREGCEYKVSMEIKDATTDLSLVKKSATYSSEKDLDHIYYGFDVLFNTPVILESGKRYKISSIITGPQSW
YGEQGQTCVNFEELNVTFSDLNSKSNGTCYLSGQFPVFLFIHYG*                                   
>Adig_3451v121128                                                               
MSSPETWQTERSTIRERTKFMLNNDLFSDVKFVVRKSDSEGESESKKMIPAHKFVLSIGSPVFEAMFYGELAETRDSIEL
PDCDYESLLELFRYLYSDEVNLSGSNVMQVLYLAKKYIVPSLVDKCSQYLQDHLQPENVFNILTMAEKYEEKGLLDQCWE
IIDNQSEEAVKSDGFTTIELSLLEAVVSRDTLAINEIDLFKAVDLWATKKCEKQGLEANGEVKRRVLDETVVKAIRFPVM
KLRDFSDVVLNSKILSLDEVTRLVQFFTSSRATEVGFPATSRTGVFTKQIGTWCRFGKFNFNGWNYSGSSDFLVFSVNKE
ISLHGLCFYGSDNNFYSVDVKIMNPVEMSTLVKETGLFTSKLIHYGESSCYGFEINFDKPVRVKKNSRYEIEAKLSGSPS
FSGSRGLRVVETSGVKFTFYDSTHLPTSNGTSVSNGQFPQLLFSF*                                  
>Adig_3862v121466                                                               
MIKSYCGILRKGVTHPHEMTASGNNSSGVLKRSLSDTTEALLFTDENRGLTILKVLFAFYKDGKYTDISLKIGPEQTLRA
HRAVLASFIPYFEALLGDNWKEGNKEEIEILVLGLDESAVSDLIEFAYTGKINIDKDNVLTLLEAANYLGIEPVKISCGN
YLEQRSRVDAKSCLDILQLADMFPLGELSSVAKEYALKHFTDVCKEDEFLCLPVNLLSDLLSEETLVVVVEDLIPCVEER
EKMVLESVLQYVEHDVENRKTHLAHLLGLVRLPTLSAEYLAEVSRNKLLESEFGNMLEKAKNLKLYPPEKGTLDETWAAP
RKFGKVAYTWGRCFPYRRQKKYDVECLAAEDMLVGLEDDSYVTGMELWIGRVLHGVKVYFKDRKVMVFGQDCAGTYAETA
WDEQVHHEFHLDENERIVKVEVKFRRISDCLTFYTNKKDKDGKPKCYGPYGRNGGSIITESAPESFGYLCGMSGIVVQSQ



GKACITTLRFLWRSYCIHGYDGHYDNMTIN*                                                 
>Adig_4027v121590                                                               
MDQIDDCLRLAKHCKLEYLENQLQMRLNSIQMFGTSKKRSITVVSIEPESQSTSLQDAFGRLAEIALPCPFTAQQFPKPF
PFEISLDLFEVVPSSEDPPPFFDVCFVVDGYRFHGHKLFFCGRSDYFRALLEYKNSEASSSGQERLSESVVEVFLNDVSP
DVFAAVLAYIYQDDALVRHSTNVTFELITSRVDSVIIENKEFHSLILEDAASVRERQETDSIPVVDDIRFHLMRGVLPYN
VSERDDEEFVDCEGSLQMLDNLLLYLGIEC*                                                 
>Adig_4094v121642                                                               
MVAHSEILLSKCAQFREQGEFIDVRLKVGEDEFPAHRIVLAANSDYFHAMFANGMKESNQEVIELKDKNISSSAFKIMMD
SMYSGEISLNDENVFEVLLAADHLQVSSVVQQCCEYLIQMKFDVQTYCRVITNADRHGLKDLKEVMESKMASMYKEICEM
DEFLSDMNGDALSALLSREDLSAPSENFVFKSVMRWIKYRKEERLDVAAKVIGAVRLGLVDIKDVIEELNTEEMQVIPEI
ILLLQRTLIYNQMPSSSSGFALEKAKPRSMSSEGASHRTNMVGEKVLLFLSFTLHENLVHGTSLIIFPNSYEPFDLSACH
ATM*                                                                            
>Adig_4172v103910                                                               
MSGSNLQDSDAASNEVSADFSKPWQFSDVVLVVGGETFHVHRSMLAMWSPVFSSMFTAQFKEQKADKIPLPGKKAAEFKE
MLQVIYPICDKEVHTTNCFSLLELAKEYMMTKLTNKCERFLLGELEELKFDCLSLLSAAEAYGMKELEKACIEQAKLMSF
DQLKRNALYRKIKHSNFQTIVEAQMTKMESDILDKDFKIQALKNNVEFLKDCGGEALDELEKLTDATLIDLGNTDRVNAR
MDSKLRWLNRNRGSLFVPFDRLHEKLKEISDYDNV*                                            
>Adig_4175v103911                                                               
MLFSEEEAAAASREDLPDFSEPWLLSDVVLVVEEEKIHVHRSMLAVWSPVFAKMFTAQFKEQTADEIPLPEKKASEIKEM
LQVIYPTIGKEVHEGNYLSLLNLAKEYMMTKLTKKCEIFLVGKLQNSHCLEYLDVAQAYELKELEEACIKKAKRESFDVL
KRHRVYEEINYSNYRALAEAKLTKMENTLAKMKKENERLSDQVESLKDEGEKALEHLEYLISNITINMGYTNISETIEKK
LYRIRTAFDQEKKSCTARWVICGHHSNDSNK*                                                
>Adig_4974v122322                                                               
MSNGESERKAIPAHKLVLAIGSPVFYAMFYGEMADTRDSIELPDSDYESLLELFRFIYSDEVKLTGSNVMHVLYSSKKYL
VPSLAEKCAEFLRKNLDASNAFSILSHAQKFKEKDLENRCWEVVEVQTEEALASDDFVVIERSLVESVVKREKLNVKEVE
LFKAVDRWAEKKIENQGIGSDGNAKRRIIGEEILKEIRFPLMSQKEFVSFVVDSNILNMQEIVNMIKHYSEVLTSPLPYL
QSPRTGVLRRICRFKEYCRANWGYGGVLDSLILSVDKDVRLCGVQHFGREGCEYTVSMEIKDATSKLSLAKKSGTYCSEK
DLDHRYYGFDILFDSPVILESVKRYEISSMIRGPPSYYGGKGQTSVNFEGINFTFSRLTSPYSGTNEKGGQFPAFLFTHP
G*                                                                              
>Adig_4975v122323                                                               
MLIQFSYTSQLTITDSSVQNLFLAADLLQFKWAKDSCVQFIMQQIDIANCLGVRALAERHSCKVMYEAATLYIMENFTKV
TQTEDFHILSSGEVIELISHNEVKVCSEIEVFDACITWIKYNLEKRKCHLSEFLKVIRLPFIPMKQLQMDVAEHPLVLND
IYSRDIVEDAITFHFDHASVQMRDCYAEMIYLLGGETSFMKEVKSVERYNCETMQWEMVKSMTEARASFTVATLQDKLYV
IGGYRRGRKLNSMECYDPVQNAWLSLKPMSKCQGDMRAAVLDGFIYVAGGSSEGLLTCSFVERYSPITECWQVVSSMHRQ
RRRFALAVLDSQIYAVGGFDDNRGDLKHVEYYSAGTNSWTE                                       
>Adig_5005v104163                                                               
MFNNDLFSDVKFLVRKRIGDSYIKSKQVISAHKFVLSIGSPVFEAMFYSELADSSDSIELPDGEYESVLELFRYLYSDEV
KLNGSNVMGVLYLAKKYIVPSLADKCTEYLAENLDPSNVFSVLQCALKYHESMLAEACWRMVDEQTEEALGSEGFCSIDR
SLLEAIAIRDTLFIDEVDLFRSFDSWATSNCQKQGLAVDGEMKRKILGEQVVKSTRFPIMTQEEFAVVVLDTKILTQEEI
VRFFQFFSSTLTAPLGFPETKRPGIIYRCGRFERLQYDCWFYNIDGNGFTDYIDFVVDRDIVLYGIYLFGGENSSYNVSL
KVNYFHKNSCLTSRTGTFTSKQLKYSTTGEEYFGYEIRLEPPVHLIKDTWYQIEAYISGPESGYGLSGLDTLLWHGNWQT
KRPSIRERTKFMLNNDLFSDVKFVAYKSSGDSESKEVISAHKFVLSIGSPVFQAMFYGELAETSDCIELPDCEFESLLEF
FRFLYSDEVNLIQSNVMGVLYLAKKYMVPTLAGKCTEYLKNCVEPSNVFNILSMAEKYGEKNLVSQCWEVVDGHTKVALR
ADGFATIEKSLLEAVVIRDTLNVKEVDLFRAVNSWATKKCQKQGLPVDGKVKRKILGERIVKSIRFPVMKQEEFAAVVLD
SKILTTEEVITFFKFYSSALTSSVGFPQIIRSGVIHRCERLGSLRLDRWLFGSGYTDPLSLLLS*               
>Adig_5246v122505                                                               
MFYGQMSDSRDSIELPDCEYEGVLELFRFIYSDEVKLTGRNVMDVLHLAKKYLVPSLAEKCAEFLRTNLDASNVFTILPH
AQRFEDRELEDRCWKVIEMHTEEAVTSDDFVVIERSLVESVVKREKLNVKEVELFKAVNRWAEKKIENQGITSDGNAKRG
IIGDEILKEIRFPLMSQEEFASFVIDSNILNMQEVGDMIKHYSQVLTSPLLYLQYPRIGVLKRACRFKNFKQHPAPGSSE
SGKRYKISSKISGASSWYGEEGQTLVHFAGINFTISTSDGATNGTSEGRGQFPVFLFTC*                    
>Adig_5419v122638                                                               
MATVQENWQTNCTSISQRTKYIFPVSNGESESKVIPAHKVVLAIGSPVFFAMFCGEMADTRDSIELPDCEYEGVLELFRF
IYSDEVELTGSNVMHVLYLAKKYLVPSLAERCAEFLRKNLDASNVFTILPHAQKHEDKDLEDRCWKVIAMHTEEAVTSDD
FVVAERSLLESVVKREKLNVKEVELFKAVDRWAEKKIEEQGIASDGNAKRGIIGEEILKEIRFPLMSEKEFVSFVVDSNI
LNMQEIVNMKKHYSQVLTSPLPYLQSPRTGLLRRICRFKAYCPTAWCFDGASDSLILSVDKDVRLCGVQHFGREGCEYTV
SMEINDAVSNLSLAKKSGTYCSEKDLDHTYYGFDVLIDTPVILESGRRYKISSMISGPRSWSGYQGQTRVNFEGLNFTFS
RSDSWCPHSPNFGTGNGTNELSGQFPAFLFTHSG*                                             
>Adig_5634v122832                                                               
CAQFREQGEFIDVRLKVGEEEFVAHRMVLAANSDYFHAMFAHGMKESNQDVIELKHENISVTAMKIMMDSMYSGEIYVND
ENVFEVLIAADHLQVASVVEQCCKYLTQLRFDVQTYCRVIMVADQHTLKDLKEATERKMASMYKDICEKEEFLSDMNANI
LTAILCRDDLSAPSENFVFKSVIQWIKYRKEERMNVAAQVIGAVRLGLVDIKDTIEELDTEEMQVIPEINLLLQRALIYS
HSPSRSSAFALEKGKPRSMTTVLVAIHHKTDICYFDVQSKSWKLLSSMEKLTNVYGCYSAELVGNYLYVTVKFPTWEYGI



CCYDIVHDIWSTLPPIPHSSGIQIGFLCHVEDHLYAIYESSAPYRYHIATNQWQSVASSKALCNHSKIKFCNKAATVYKS
YLYVLHGQGQILFCFDPKKNVWEQRASTKTPHFGSFSLLVVNNKLCVAGGHCSLKSSSSEPGDKAAIEVYNDQENVWSVV
QQTHIPRNDLGALEIDGRVYFIINAFPVDSGITIPPGEVYPVILDEWENLKKIRKDAVLCYAPIKTENLTTENE*     
>Adig_5635v122833                                                               
MVAHSEILLSKCAQFREQGEFIDVRLKVGETEFGAHRIVLAANSDYFHIMFARGMKESNQEVIELKDENISVAAVKKLMD
FMYSGEINVNDENVFEVLIAADHLQVTSVVQQCCKYLEAGVVKLRFDLPTYCYVIMVADGLGLKDLKETTQSKMASIYKE
ICEKEDFLSDINADILSALLCRDDLIAPSENFVFKSVMQWIKYKKEERMDVAAQVIGAVRLGLVDISDVIEELDTEEMQA
IPEIHMLVYGILMHHYRPSSSSKFALEKAKPRSMSLHAVKINTEDKHRETCKFTSIVLNKREPQV*              
>Adig_5778v104374                                                               
MMETVSHSMSADPSQHHEELIERINALRTKQRFCDVTVVVKGEEFQAHKLVLAATSPFFLSLLESQMKERTEDVIKIELQ
EATAPVMEQVLAYVYTGNVSLTTENGHGLIATADYLLLPGLKTIAESFLKLHLTIENSVFNYYFAEKYQCSGLKEESCKM
INENFRKVMETDDFLSLDENQAANWVSSDDVIVEAEQDIFEGILQWVLHNKSEREKNFPKLLQQVRLSSVSHEYLVDKLL
NEELIKTNLDCVNFVMECVKMIFNCRAESGIKPARKCLERNENVIFVCGGSKALCYLPAENKWHELMNTTLEHKDHCIIQ
YRDRVYVFSPQKVGDNQSHLVEYYMPSTNSWGAIQTKFKYGSENFTGLFVLDDNKGWWILTESEFCDSYIYEYNPDKNIW
VGSFRCLSRSGACFVTDGHCIFIIGGTFSSHKNITATTEVKKIIPAEATENGEVEFKEVAPMNEARHDAFGAAMNGKIYV
AGGKQRDATLPIGERVLASCEVYDPSTDEWQVMPSLNVPRYSASMVCFKGALYVVGGLKNTARVSLERGRDPGNEVVKLS
PPPLKFLLLTMETASHLMSADPSQHHEELLERINALRTKQRFCDVTVVVKGEEFQAHKLVLAAASPFFLSLLESQMKERT
EDVIKIELQEATAPVMEQVLAYVYTGNVSWTTEIVYGLIVTADYLLLPGLKTMGESFLKLHLTIENSVFNYYFAEKYQCG
GLKEESCKMINENFRKVMETADFLSLDENQVVNWVSSDDVIVKAEQDIFEGILQWVLHNRSEREENFPKLLQQVRLSSVS
HEYLFNELLNEELVKTNLDCVNFVMEYMKLIFNCRGETSIKPARKCLERNENVIFVCGGSKALCYLPSENKWHELMNTTL
EHKDHCIIQCRDRVYVFSSQGMVGDKQSHVVEYYMPSTNSWGTIQTKFEYDNEEFVALFVLDDNKGLWIITNNESDHDSY
ICEYNPDKNIWVGSYRELGRWGACFVTDGHCIFIIGGTFTENEKITAKTEVQKIIPCDETEDGKLEFKEVAPMNEARHDA
FGAAMNGKIYVAGGKQRDENLLSERVLASCEVYDPSTDEWQVMPSLNVPRDSASMVCFKGALYVVGGLKSSNCGALSVEM
FDSVADQWQEKSNIPVKGKKETICFNACFATVHKNCLDV*                                        
>Adig_5781v122946                                                               
METASHSMSADPSQHHEELIERINALRTKQRFCDVTVVVKGEEFQAHKLVLAAASPFFLSLLESQMKEKTEDFIKIELQE
ATAPVMEQVLAYVYTGNVSLTTENGHGLIATADYLLLPGLKAMAESFLKLHLTIENSVFNYYFAEKYQCCGLKEESCKMV
HENFRKVMETADFLSLDENQVANWVSSDDVIVEAEQDIFEGILQWVLHNRSEREENFPKLLQQVRLSSVSHEYLVDKLLN
EELIKTNLDCVNFVMECVKMIFNCRAESGIKPARKCLERNENVIFVCGGSKALCYLPTKNKWHELMNTTLEHKDHCIIQY
RDRVYVFSPQKVGDTQSHLVEYYMSSTNSWGAIQTKFDFGDEKFTGLFALDDNKGWWILTESEHDSYIYEYNPDKNIWVG
FFICLRRFGTCFVTDGHYIFLIGGTFSGSPLSQTIKKITATTEVKKIKPADRTENGKVEFKEVAPMNEARHDAFGAAMNG
KIYVAGGKQRDVTLPIGERVLESCEVYDPSTDEWQVMPSLNVPRYSASMVCFKGALYVVGGLKNTARSKCGELSVEMFDS
DVNEWHKKSDIPVPTGDQNRVKLKTNKETIRFNACFATVHKNCLDDSNNSSQLL                          
>Adig_6304v123344                                                               
MEAVSHSMSANPSQHREELIERINALRTNQCFSDVTVVVKGEEFQAHKIVLAAASPFFLSLLESQMKETTENMIKIELEE
ATASVMEEVLAYVYTGNASLTEQNGRNLLATADFLLLPGLKAMAENFLKRHLTVENCVSIYYFAEMYQCCGLKEESCKMI
NENFRKVMETADFLGLDENQVMYWVSSNDVIVEAEEDIFEGIIQWVLHNRSEREKNFPKLLRQVRVPSLSHEYLVNRLLN
EELIKTNPECFNFVMECVKLIFNCTAESSIKPARKCLKGNEDVIFVCSLRKALCYLPDENKWHKLMSTTLEHEDHSIIQY
RDRVYVFSSQAPLENQSHVVEYYMPATNSWGTIQTNFKHAGAEVTGLFVLDDNRSFWILAKYGDNDYIGEYNPDKNIWVG
SFRELWRWGACFVSDGHCIFAIGGILFFSESEAVTADVDKVFPGEKTENGGVEFKGVAPLNEVRFDAFGAAMNGKIYVAG
GKQEFMNENSDLASCEVYDPSTDQWQVMPSLNVPRYSASMVCFKGALYVVGGMKSVSECGELSVEMFDSGVNEWHKKSSI
PNGDENEAEFDNRNIHYNFKACFATVKLG*                                                  
>Adig_6310v123352                                                               
MVAHSEILLSKCAQFREQGEFIDVRLKVGEVEFAAHRIVLAANSDYFHAMFVHGMKETNQEVIEIKDENISVAAMKIVMD
SMYSEEINVNDGNVFEVLTAADHLQVASVVEQCCKYLETELVELGFDVQFYCRVIMVADRCGLTDLKEAMESKMAAIYRE
MCEKEEFLSDINADALSALLHRDDLIVPSETFVFKSVMQWINYRKEERMDVAAQVIGAVRLGLVDIKDVIDELDAEEMQV
IPKINMLLQRTLIHNHRPSRSSSFALKRGRPRSMNPVLVAILPESVISYFDVQSKTWKELSSMQQLTGVQECFCAELIGN
YLYVAAKCKREFVICCYDIIYNTWSTLPPIPSSLGISSLCHIDDHLYVIYESFAPCRYNIATNQWQSVASSKAVCNLGLE
TSSSKAAAVYKSCLYVLYHQGLNGASCAHLYCFNPKENVWEQKASTKTPHLGSSLLVVKNNLYVAGGHCSFFCRNPHEET
AAIEVYNDQENSWSVVQPTHIPPNDLGAVEIDGRVYFIINSFPVDSGITTPPGDAFPAILIEWKKLGNVEKNAVLCYNKG
VATNVVIQ*                                                                       
>Adig_6311v123350                                                               
MVTHAEILLSKCAQFREHGEFIDVRLKVGGDDFAAHRIVLAANSDYFHAMFAHGMKESNQEVIELKDENISVGAFKIVID
SIYSGQVNVSVENVFEVLLAADHLQVSSVVQQCCKYLETKVVELSFDMQTYCRVIMVADRHGLRDLKETSQRKMASLYKE
ICGTEDFLSHVNADILSPLLCRDDLSAPSENFVFKSVIRWIKYRKEERMDVAGKVIGAVRLGLVDIKDVLEELDTEEMQT
IPEILMMVYKTLRHNCRPSSSSAYALEKAKPRSMSPVGESLFLFLLFSLHKNLVC*                        
>Adig_6365v123393                                                               
MVAHSEILLSKCAQFREQGEFIDVRLKVGEDEFEAHRIVLAASSDYFHAMFAHGMKESNQEVIELKDENISVAAIKIVID
SMYSGEINVNDENVFEVLIAADRLQVASVVEQCCKYLIQLRFDVQTYCRVIMLADQHSLKDLKEATERKMASMYKDICEQ
EEFLSDMNVDVLSALLCREDLKTPSENFVFKSVMQWIKYRKGERLDVGAKAIGAVRLGLVDSKDVIEELNTEEMKAIPEI
NMLLQEALIRNSRPSRSSALALEKGKPRSMNSVGEEVFVCTKTPFVLRSVIIFSQSFEQSYLCLSRNPNQSPPFIDLLKM
RLLASTRRRL*                                                                     



>Adig_6372v123394                                                               
MMEAVSHSMSANPSQHREELIERINALRTNQRFSDVTVVVKGEEFQAHKIVLAAASPFFLSLLESQMKETTENMINIELE
EATASVMEEVLAYVYTGNASLTEENGHNLIATADFLLLPGLEAMAEDFLKRHLTIENCVFNYYFAEKYQCCGLKEESCKM
INDNFRKVMETADFLGLDENQVMYWVSSDDVIVEAEEDIFEGIIQWVLHKRSEREENFPKLLRQVRVASISHEYLVNRLL
NEELIKTNLECFNFVMECVKLIFNCTAESSIKPARKCLKGNEDVIFVCDSREALCYLPDENKWHKLTSTTMEHKGHSIIQ
YRDRVYVFSSQEVEENQLHVLEYYMPSTNSWGSIQTKFDYNSWEQFTGLFVLDDNRGLWILTNYGDNDYIYEYNPNKNIW
LGSYRKLWRSGACYVSDGHCIFTIGGTSSENETVTTEVDKIFPGDKTENGKVEFEEVAPLNEARYDAFGAAMNGKIYVAG
GKQDLHVDNSDLASCEVYDPSTDEWQVMPSLNVPRYSASMVCFKGALYVVGGMKSVSECGELSVEMFDSGVNEWHKKSAI
PTGDVNEGDFDNRNIHYKACFATVRSGLVRL*                                                
>Adig_6771v100408                                                               
MSSPETWQTKRSTIRERTKFMLNNDLFSDVKFVVRKSDSESESESKKVIPVHKFVLSIGSPVFEAMFYGDLAETRDSIEL
PDCEYDSLMELFRYLYSDEVNLSGSNVMGVLYLAKKYIVPSLVDKCSQYLQDHLQPENVFNILPIAEKYEEKGLIDQCWE
VIDNQSEEAVKSDGFAAIELSLLEAVVSRDTLSINEIDLFKAVDLWATKKCEKQGLEANGEVKRRVLDETVVKAIRFPVM
ELRDFSAVVLNAKILTFDEVTRLVQFFTSSLATEVGFPATSRTGVPKKQFGIWCRFEKVDFHTLGYSGLSDFLVFSVNKD
ISLHGLCLFGSYNNFYSVDLKIVNLVEMSTLVLKTGKFKSELLYYGESSYYGFEINFHKPVRVKKNSRYEIEAKLFGPSS
CSGSSGLREVETSGVKFTFYDSTHLPASNGTSVSNGQFPQLLFSF*                                  
>Adig_7004v123874                                                               
MGKSKGFAYVEFKNEGFGYIEYELETGASSAIVALDGTRVGDRQILVALSNPPSRKPRQPGAEQQQRPKEQPPGSRGRSR
TQLQLLPRSLQKPVSLAQASSANGSISPSDGKTEAKNGVEPKESLSNDYFRNLMQKKNNCLMSETENFVSAMNWQTMKPS
IKERIKFMLNHDLFSDVKFLVFDEVNKSKQAIPAHRFVLSISSPVFEAMFYGQLAETSGSIELPDCDYESLLELFRYLYS
DEVNLKDSNVMGVLYVAKKYAVTTLADKCIKYLQNMVDPSNVLRILSSAIWYQEKNLVDWCWRIIEEQTKDVVKADNVFA
TIDKSLLNAIVHRDTLNIKEIDLFRAVDFWAKRNCESQGLIASGKEKRKILGERIVKSIRFPTMEQVDFAIATLDSKILS
GGEIVRVIHHMNSVLSSPVGFPAVKRSGFFGDIKQCCRFGSVSFRRRWKNDFSKDCINISVDRDLRLHGVRLFGGENNSC
WVVLEIRNAENRAILTSKAGWFSSQTLHGTLGQYCGFEVLFDSAVSLKRCISYSIEVSITGSDSCSGRNGYKSVKCHAAT
ITFVNSKYCENGTSVKCGQIPEVLFSISILPCVISFETFARKYLCAFPRVANEIFEGLLGIMPVKESQKSKVLLLLLLNF
VCVLGKDAAFCFKQETHYNTTLKGGLDAGEYTPWEPRGVDFMTVDLCTKHCCKSPDTDAVFLLNSHCFCVKCYSVRSCSL
QKITPPPGYIPVTVIVMESISKFSTTSTPHTHPKTFREIPKTETSSQNKQLSFNRKEEVGNFPKVFFGKTFSDEHIYNPP
PSDSTKNKQSKGQNDTAMSRQHPPRRRVMVDPDEELGKTRKLFRLFSRKHSPQTALLARYAVCFFLGGLVGLVPYLVFAI
EVCKANLESVRNVNFPVPNGYYQTKDSPKRETESPFSGITIQSVTTANIEVNITSPNISATGATTPRPTRKVTKQKKGIL
NYRLSFKLSLYKQPGKQM*                                                             
>Adig_7344v124135                                                               
MTTPGMKLNMAASGNKFSGVLKRSLSDTAEALLFAGENHRSTILKGLFFALYEDGKYPDISLKIGPERTLRAHRAVLASF
SPYFEALLGDNWKEGNKEEIEILGFDEGAVSDLIEFAYTGKIKIDKDNVLTLLEAANYLGIESVKKSCGNFLEQGVDTKC
CLGILQLADMFALDELSSFAKKYALRHFTDVCKEDEFLCLPVNFLSDLLSEENLVVVVEDLIPCVEEREKTVLESVLQYV
EHDVENRKTHLANLLGLVRLPTLSVEHLAEVSRNNLLESEFGEILEKAKKFKLHPPEQGNPDEKWAAPRKFAKHVFKWSG
CYPAGGRALPETAFCTDKMFEDLENDCYVTGMELWIRKWDIWDVLGGLKVYYNNGKVMVFDQDCGGTYAETARDDHVHHE
FHLEENERIVKAEVRFGFTINCLTFYTNKKDKDGNPKCYGPYGGYGVSFDAVSAPESFGYLCGVSGAVVKSQGQTGITHL
QFVWRLYVLPGGHVPSKHLCIADVYLPFTSCFSRCKYHLLL*                                      
>Adig_7367v124160                                                               
MGANASSEQPSPDSTLVRVPRYTLEEKRKKTSKLNTLKKKLTKSRSTFKSQDHGKMLRDLTQTWTRQEINALVEEYETMM
NVKDLKNQTNLVRPSASCLKKDLQKLYEVETCADCTLVFEGTSFNVHRAILSSRCPYFRELFTQHMGEHPIIQMEFKTEG
MTKEIFSALLCYLYTGDFTPKKSGLEYIDVLINLGDEFGTPNVLEQDFKLLLNCSEYADVALVFPAQASMQERYSTSDGG
IISDHNYEILCHKAVLCARSQYFRSLFLKDCLHSLEQSSKVQRLVIDESVMTRQYARIALQCMYTDSVDLSSIVKWSSDD
RGYCAFGTHKLLTLAEIAMEVFEVASFIDLPVLIQGCEDIILEELSPSTLLCTLEWSSCAHGSDWVYRQAMQFLQDEFVN
IAQSEVFPFLPKKYLVETLKSDFLQEKFSSFY*                                               
>Adig_7375v104839                                                               
MEELSQPLSSEPSTHVKHLLERVETQRRNDHFCDVTVLVKDKYFKAHKVLLTASSPFFRKLLSSGMKESNEDVIKIELDE
ATEDVMEDVLSYIYTGDEKACEVVTSNFTVVMETEGFLRLQAKEVSDWISRDDIIIGAEEEVLNGIVKWVSYDRGEREAH
FTELLRHIYLQSIPADFLLKEIVQEDLFSQNAEFALKFVLDAMKLKSQNSTNGQVPQNYRKCLETYKDGIFVCGGKKALA
YFPIEDKWCKLRDAAVDYQSHCLVQWKDKIHIFHEDCNTEGESNAFREYYKPNIDSWGSIQSDHIKSINRCITFKGDLYV
LRFEMFSEQKIYSYDAKTNGWNEVDPPSAVQNNPCVVASDQHLYLIGGKNKVHQCSARSTRFDPTHNTWEDIGNINEARH
SAFGAAMNGQVYIAGGLKHFGNDIVSSCEMYSPMSNEWQLIGCLKKARYNASMVCFEGKLYVLGGEGSSRGSFSRPSRVL
TIEELDSESRAWTVKSVVPVDNFETSEENKNKREYKACFATFSKRLIADLQPLN*                         
>Adig_7417v104858                                                               
MSNGESESKAIPAHKLVLAIGSPVFFAMFYGQMADTRDSIELPDCEYEVVLELFRFIYSDEVQLTGRNVMHVLYLAKKYL
VPSLVEKCAEFMRKNLDASNVFSILSHAQKFEDKDLENRCWKVVEVQTEEALASDDFVVIERSLVESVVKSEKLNVKEVE
LFKAVNRWAEKKIENQGIASDGNAKREIIGEEILKEIRFPLMSQKEFATFVVDSNILSVQEIVNMIKHYSQVLTSPLPYL
QSLRTGALRRVCRFKEYRAAGIERLWNYFDGSWNAIILSIDKNVRLYGVQHFGCEGCEYSVSMKINDAASYLSLAKKSGT
YSSEKDSDGIYYGFDVLIDSPVILESGRRYEIRSMISGPQSWHGAKGQTSVNFEGINFIFSRSNDPLCCSNVEQGQFPVL
LCTHSG*                                                                         
>Adig_7769v124461                                                               
MLNNDLFSDVKFVVRKSDSEGESESKKMIPAHKFVLSIGSPVFEAMFYGELAETRDSIELPDCEYESLLVLFRYLYSDEV



NLSGSNVMGVLYLAKKYIVPSLVDKCSQYLQDHLQPENVFNILPIAEKYEEKGLIDQCWEVIDNQSEEAVKSDGFAAIEH
SLLEAVVSRDTLAINEIDLFKAVDLWATKKCEKQGLEANGEVKRRVLDETVVKAIRFPVMELRDFSDVVLNSKILTLDEV
TRLVQFFTSSLATEVGFPARSRTSVSTKQIGTWCRFEKLDFNAWDCNGLSNFLVFSVNKEISLHGLCLFGSDNNFYSVDL
KIMDPMEMSILMRKTGKFKSKLIYYKETSYYGFEVNFDKPVRVKKNSNYVIEAKLSGPPSCRGLSELHEVETSGVKFTFN
DSLHFLPSNRTSISICQFPQLLFSF*                                                      
>Adig_7881v104993                                                               
MQTKGSQPDFSVPWHLSDVVLVVEDKKFYVHKGTLSMWSPVFEKMFLSEFKEKTASEIPLPGKKAAEIKEMLLVIYPTSK
VVSEENCYYLLSLAREYQMEQLTERCERYLLQREKTPHQAVDFLVLANEFLMEELCKQCVEIAKHISITELRRHEKYTLV
APENGRQLAERRVELLENKVVAGEQKVNAVRKEVKDACEWALREIARSLYRKKYPEGRLCPRALSDCVKLLEETAVESSE
INVILQLLQQRLRCIYEPFRTV*                                                         
>Adig_7887v104996                                                               
MATVQENWQINCTSINQRTKYIFNTGFLSDVKFIVPVSNGKSESNVIPAHKLVLAIGSPVFFAMFYGQMADTRDSIELPD
CDCESLLELFRFIYSDEVELTESNVMHVLYLAKKYFVPSLAEKCAEFLRKNLDASNVFTILPQAQKFEDKDLENRCWKVI
EMHTEEAVTSDDFVVIDRSLVESVVKREKLNVKEVELFKAVNRWVEKKIENQGIASDGNAKRRIIGEEILKEIRFPLMSQ
KEFATFVVDSNILNVQEIVYMIKHYNEVLTSPLPYLQSPRTGVLRRVCRFNEYRAAGMAGCWHYGGYWNALILSVDKNVR
LYGVQHFGCEGCEYSVSMEINDAASNLSLAKKSGTYCSEKDSDGIYYGFDVLIDSPVILESGRKYEIRSMISGPQSWYGA
KGETSVNFEGINFTFSRSDSPGIDTIVGRGQFPVFLCTHSG*                                      
>Adig_8137v124743                                                               
MSTPEKWQTTRPTIRERTKFLLNNDRFSDVKFVVRDSNSESESGSKKVIPAHKFVLSIGSPKFEAMFYVGLAQTRDSIEL
TDCDYESLLELFRYLYSDEVNINASNITKVLCLAKKYEVPSLVDKCIQYLRDVLSSSNVFEILPTAEKLEKKELIDECWE
VIDNQSEAAMKSDAFTTIKHSLLEAVVSRDTLTINEVGLFKAVNLWATKKCEDQGLTANGEEKRRILGDKVVKAIRFPVM
KRHEFASVVADAKILTPEEVINFFKFFSSAAAAPKGFLNKKRSGLGKSYKLRKPRS*                       
>Adig_8482v105388                                                               
MEAVSHSMSANPSQHREELIERINALRTSQCFSDVTVVVKGEEFQAHKIVLAAASPFFLSLLESQMKETTENMIKIELEE
ATASVMEEVLAYVYTGNASLTEENGRNLLATADFLLLPGLKAMAENFLKRHLTVENCVSNYYFAEKYQCCGLKEESCKMI
NENFRKVMETADFLGLDENQVMYWVSSDDVIVEAEEDIFEGIVQWVLHNRSEREEKFPELLRQVRVPSISHEYLVNRLLN
EELIKTNLKCFNFVMECVKLIFNSTAESRIKPARKCLKGNDVIFVCGLREALCYLPGENKWHKLMGTTLEHKDHSIIQYR
DRVYVFSSQEVEKNQSHVVEYYMPSTNSWGTIQTKFNYSSEQFNGLFVLDDNSGLWILTTVTETFESSYGDYIYEYNLDK
NIWVGSYRRLRRSGACFVSDGHCIFTIGGTSSIDINTVTADVDKFFPGHKTENGGVEFEEVAPLNEARYDAFGAAMNGKI
YVAGGKQELHVGNSDLASCEVYDPTTDQWQVMPSLNVPRYSASMVCFKGALYVVGGMKSVSECGELSVEMFDSGVNEWHK
KSAIPTGDENEGEFDNRNIHYKACFATVRLGLVRL*                                            
>Adig_8561v105466                                                               
MREQMENKPIILENITADIMEELLNFIYTGSIKITPFNVKDFVSASNYLLMTSLKETCVSFMKSMLNPSNCLGIEAAAFK
FDCIDLRNSANQYVYDNFVAVSQTDEFKSLSAERLTEYISSDEIRVEREEQVFEALMEWIKHDLDSRKGHFKELSQHVRF
PLISPYYLADHVETEDIVLTSPECTTLLLEAKNYHMLPDRRHLIKGSRTKPRRSMGVISVIFAAGGIQGSSVMRDTFGFF
SATNSWSPLAHMITARCRHGLAVSGDMVYAVGGQSREGAAQSSLSSVERYDPRTNTWTMVAPMNMRRSLLNVAVLDGNMY
AVGGCDENNFRLNSVERYSPATNSWSFTAPMTTCRSSPCVLTCRALYVIGGVSYVGMSLNSGEYLDPVTNTWRAIAPMHD
KRASASGAATNGKIYVIETEKIASTKTVPTAHKRNALTALNVSIRKPHKAVPIPHPTPMIRLFTTPAIKNDDTGLCKCLI
FKEDVSQPTTISCQEGPMLLQAIISHTPTVFSSQPENPLTDCYQNTQAFSPVGYGHVANHHRVSPSKVRSPLYAGSPGSA
QPQSPYQQALQHSPSDHVNRVHQMASSQHQVAIQSRSPVACSSYSGRMSTAQQNTGNPLAENLSIVNGSSPNIHLMQPCI
NLSPTQTLSPLKTRKMRQGLPSTEPQLKTKQDKPMDRGSMTAPHHNKSQRKLDLSPSVTRNLNDQEFYQHVAQAQVQSSA
ADVYNQVEYNSMSALEALASQNGFNFGASVLGQASQQLAALTENQRNASLKPAASPKTLHYQEIDSNRSCGSSSKPKKKR
NQEAMNEKCTQHQRPSKFGWRSVEDQNTNTDLKATEVMNEGLPLAPMSAMDLNIQNNRTPDRTDKPMSTKDGSGENIKSL
SPTLKLSPALKGIPLYVPKLVITKIRQRRGSKEIETHQVREVSPGSDSTTLQRLKKRRRSSEEKSHHNIYSDEAPPKKKS
KAKKRRKQESCESDALVLQLIQCSVKIPDKADDISEATGAKDGGDENKSQVDRNLLIITSYENALRTAQNFLSMFLNKCI
SVGKDEEDYRPLFENFLQDLLVTLNRPDWPAAEVLLTLLGKLLIVTFNNKGNDRELQRF*                    
>Adig_8963v105869                                                               
MENTSNVFYDFTDEQGASDALGKMNDFRKERTFCDVVLSTEDGEEFNAHRLVLASVSAYFRAMFLTDMRESTQTNITLKG
VESQALRDLINFAYTSTLRITFSNVHSLLSAASLLQFLTVENACYDFLRNSINVCNSLQIWNLADLHGCTELRNLSENFI
RANFVAVLKLSDFHSLSSKQLAALLSHDKLNVPCESVVLFGVLDWVKYDLDNRLVNLEELMEHIRFPLMTRKFLMDTAAR
EELIMGSATCREFVLEAIDYHLNPERRAKNRISSTIPRERLSRLLYVVGGEEKHQVLNNVEYFDFNEKKWRIITPMIIPR
KFAGSAILDGLLYAVGGINKEYADLVTVESYNPCVGQWSSVASLNKCKGALAVSVLEGWLYAAGGSHNGSALKSVERYDT
VKNEWTQVANMRLPRSNFGMASLHRRLYAVGGHCGFSEIEQVECFDPMTNKWCDVSNMNKSRMNHAVVTFSDRIYVIGGS
NSVGVLDSIEKYNPDLNLWLIIRNTMDPRSGAAAAVVLGDEEGAQELFIIGGHDNHHRDTNTVKKLNLKFADYSTAIAPC
MNHPRVYASVACA*                                                                  
>Adig_9048v105954                                                               
MESFQSEGKTWLNVEGLLKDLEKLIDNRESADVVFLVGRDEVAIYAHRLILVTRCKYFRNRQRELWSSKSAAHTQLTVRK
PELRPDVFREVITFIYTGKVQLDSGTAFEMLRIAEDLEVTDLQQACEQYFMDNLSVDNASEFLADAMSDSRAKGSEGVSS
LVDKCIAFMEENAEEIVKTEGFLLLPKSSIIRLVSSNQFAVSEEELWRAVLSWAKRKCHVNKPINQWTEEDNSKIREALS
GVIEHIKYP*                                                                      
>Adig_9061v105962                                                               
MVSHSEILLSKCAQFREQGEFTDVRLKVGEDEFAAHRIVLAANSDYFHAMFTHGMKESNQEVIELKDKDISVAAMKIVMD



SIYSGEINVNDENVFEVLIAADHLQVASVVQECCKYLTQLRFNMQKYCRVIMVADQHSLKDLKEAAESKIASMYKEVCEK
EEFFSDMNANMLSALLCRDDLCAPSENFVFRSVMRWIKYRKEERMDVAAKVIGAVRLGLVDISDVIEELDTEEMQVIPEI
NMLLQRTLIHNHRPSRSSAFAVEKGKPRSTSMVLVAIPPKSDMCYFDVQSKTWKLSSVQKLPDVLECYCAELIGNYLYVA
VCFSLFCSGICCYDIVHDIWSTLPPIPGTSLGFCSLCHIEDHLYVICTSRTSYRYHVATNQWQAVASLKDVCDLSQGTFC
NKAAAVYKSCLYVLYSQGKNMGKGSKKWYNFHSLVSVLYCFDPKKNVWEQKASTKTPHFGSSLLVVNNKLYVLGGCCSLQ
TSSSEPHGSPAGGQAAIEVYNDQENAWSLVKQTHIPPNNLGAVEINGRVYFIVNSFSVDSGITIPPGEVYPAVLDGWENL
GMIDKDAVLCYVPLKTENLTTEEMFVQKKI*                                                 
>Adig_9062v105961                                                               
MVAHAEILLSKCAQFREHGEFIDVRLKVGGDEFAAHRIVLAANSDYFHAMFAHGMKESNQEVIELKDENISVGAFKIVMD
SIYSGEINVSDENVFEVLLAADHLQVTSVVQQCCKYLETEVVELSFDMQTYCRVIMVADRHGLKDLKETSQRKMASLYKE
ICEKEDFLSHMNADILSALLCRNDLSAPSENFVFKSVMQWIKYRKEERMDVAAQVIAGVRLGLVDIKDVIDELDTEEMQM
IPEIHTLVYKTLRHNCMPSTSSAFALEKAKPRSMSPVLVAIVSRGEICGFDLQSKAWRKLSSVQQLTKAGVCYCAEPVGN
YLYVADSSTVFCYDIVRNIWSTLPPIRSSSYFKFGSMCHIEDHLYVICKSSESYRYSIATNQWQSVASSKVSCKLGQKTF
FNKAAAVYKSCLYVLYAQAIEEYENNSFISKPYNSLLCCFDSKKNVWEQKASTKTPHFGSSLLVVNNNLYVAGGKCSFSR
PNLEPCGSSAAIEVYNDRENAWSVVQQTHIPQNNLGAVEIDGRVYFIINSFPVDSGITIPPGEVYPVILDGWENLGKVEK
NAVLCYMPVKNSLT*                                                                 
>Adig_9063v105965                                                               
MVTRSEMLLSKCAQFRQQGEFIDVRLKVGEDEFAAHRIVLAANSDYFHAMFARGMKESNQEVIELKDENISAAAMKIVMD
SIYSGEINVNDENVFEVLTAADRLQVTSVVQQCCKYLETEVVEMKFDVQTYCRVILVANLLGLEDLKEATQRKMASVYRE
ICEKEEFLSDMNADSLSALLCRDDLRAPSENFVFKSVVQWIKYRKEERMDVAAQVIGAVRLGLVDIKDVIEELDTEEMQA
IPEIHMLLHRTVVHNCRPSSSSAFALEKARPRSMSPVLVAIFHNGVINYFDVQSKTWKELSTMQPLTPVQECYCAELIEK
NVWEQKASTKTPHFGSSLVVVNHNLYVVGGDCSFIPQSFQLSGSPAAVEVYNDQENVWSVVKQMHIPPNNLRAVEIDGRV
YFIINSFVIDSGITIPPGEVYPAVLDGWENLGMVVRNAVLCYVPVKTENHTIEIE*                        
>Adig_9353v106248                                                               
MAENPAEEPSESSYCSKMMQNLDKSRKENSLSDVTLDVGGQMFPAHRCVLSASSMFFQGLFSNNMAEKSASVVKIEGIPP
SVMDQLLSYLYKGEIQVSEANAEDLIVSANYLLLPRLKSIACKFLEQRMSASNSIINYLFAEKYECKDLRSYAGELIKQN
FGVVGRSKEFLLLSFDLVKDLISRDDIVISGEEDIFEIILEWIDENFEEREQYFAELFSYLRLSTVSQHYLYTKVLFNEL
VHGSEHCRQLLMTELYRRALFAGQDISSQRTRTCLQTHEDSIITCGGLSPDGQIRNATLCYVPSNKTWYQLAPMLSRRCR
HGFSACQGFIYAIGGKGEDSFHSSVERYDPRTNTWSYVAPLAKKVKLVGAATLHGYLYIVGGIEFTTEQGRRRCGTTQKY
DPATNSWTPAAPLNSHRSSVCLVSDANYLYSIGGLADDDFLSCNERYDPKLNMWTKMASMKEKRGCACGVYLNNKIYIFG
GTVDAFSRHASVSGEVYDIALDEWHAIASMCVPRFHASAILLQDRIFVFGGIGSESVQHHNSQMVECYDVKTNQWMTPHS
MPYEETYFRGCSVSMFKGLLDSLEKVSQN*                                                  
>Adig_9362v106264                                                               
MACFFNMVKHCHVLLYSDTRAPTREFNMEIEVRRANYCYNIKAYHERKGEEQFYDFIIKDKNGDIMKSHKFILASQSEYF
AGLFRECPTASQTTFRNFSIEVIKICIEYLYTQELKLAGNNVRDVLVFADNINLVDVVDICTNHIIRSIDESNFTLVMDL
GNKRGIDSLIEAAVFYAIRNQKHKAFDDLTVKTIMKVARWQQKRPTIMTHQQWMISQLLYKFVSNPAEPDMVFETRCSSV
YMDAGNYGPQLAVNGKVSYENGGFFHSLEEYYPWLEVKLPSPILIMSVTVINRQDMCYERLRNLEIRVGMKPVPDDFTTH
PQGREGKKQLDCNSRCGFFAGPAEHPQVEPVFNFQKPILAQYLTLQIIDKGILQINGLKINGGTILNSNVMQPE*     
>Adig_9826v106703                                                               
MYPAKFSLSLLFGICCLTSVSQSVDQASALSSSVRSKGREVRPHEDKTRTANSSPEFSLGKRSYGCPQVYGFEYARDFFE
DTAAGSQVYRYHPERVDTVTCHSSCGTSCREVRVRMWVTRIHKYECFNSQTRSKEVPVKCEIDGIPSFEKSQLKATTVRE
RNELMFNNEILSDVHFLVGKDKARIPGHKYVLAISSPVFFAMFYGRMAEPASDVVVPDSEVECFMELLRFIYTDKAILTL
DNALGILYLAEKYMLSVLASDCINFIEASLNHDNALTVLCHARYLGKEDLQERCWDMIDTYTSQILESEAFLELDIETLS
LLVQRNTISVKEIQMFKAVNCWSENECRRRSLEVSTENKRALVSKAIKYIRFPLMSPLEFADEVARSGLLSYEETTNVFL
YFFSSHETKLHFSKIPRSPRETLIKKTLRCSRFKSCCGNDWFCDTRKSDAIKFMIDKPIYIKGIAVYGASKMEGEYTTSI
ELLKQNKVVSERKMSFSSYTSSTLHDILFERPIFIEKNEVYTINLLLQGPSSLSGRDGFSVVETEGIKFTFIDHTSPNGT
SVTAGQIPEIIFHL*                                                                 
>Adig_9970v106846                                                               
MSSTNQPAGGTQSDFNKLRKDQTYLFVDRSFQDSIIEYFQFLRREAILCDVTLRIDSQKFFCHRSILGVASPYFRSLFID
SESGRFIKNVDLPPEIDGVTMEALLGYMYGGKIFIDTTNVLDIFKGASFFKLHSLLEECSFLLVKFLTPENCLEVREVSL
VYGQEKLHQRCQRFLCDHFPAIANSGAIFGASTR*                                             
>Adig_10187v107035                                                              
MAQADLPANSHFLSLAASTENHVSPRNEGQLMVIDTDWDEWLPMLPSIDDLPWSLKDIAKVLRLGRTREKFRAITPQAVE
RVSFLLQRPLLRIVREAKRLSFLYSKCSKQEMQTSIRLVLSLSLAKSCLSLASKALSLYQTSNDRFHRSKRARCGLILPV
GKMFRWLVNLKVATRIHDAGVIYLSACLEFIAEELVYRAVTKQGEILKVTPEVLEEWISTDADFWGIFQPYYHLLSGRTA
FGVTDSIDVYAVPKKVSRNPKTGSPRQRGLDKSLAITCVSSLNELTDLISQAQRQFIDVYQSKDNKFISQVDWSPSALNS
LFYFIKCADPTDENGPDILAGTRRSHSDLPPLVEWLKASSLHTEHRASGMVDDDDVRQAARLMLPFHDCGPRSLSSSVLL
CLSKALSSAVTISSFQQDLCLRMLSCGRADIIPRALEVLGPEKINAINVQGMTMLMYACADGNEDLVRTLLEHGVLVDTQ
VPNNQQIYPLLNLEFKSWTALCFAATKEHVNICQLLLDNGASPNGAIGYGPENQVDTPLQLASATGNLELVSLLLRNGAD
PDQSVNVTSFSPVSRGFGSDYINSADMSDVTFLVEGRPFYAHKIILATASKKFKALLSEMPSESEDGNDPCIEISDIKYD
IFTVRKEAAMVVMLVPSQLQLPEKSEKYMHAYV*                                              
>Adig_10374v107204                                                              



MASVQENWQPKCTSISQRTKHIFNTALLSDVKLIIPVSNGESESKVIPAHKLVLAIGSPVFYAMFYGQMSDTRDSIELPD
CEYDGLLELLRFIYSDEVKLTGSNIMHVLYLAKKYLVPSLAERCGEFLRKNLDASNVFSILPHAQKFEDKDLENRCWEVV
EVQTEEALASDDFVVIERSLVESVMKSEKLNVKEVELFKAVNRWAEKKIENQGIASDGNAKRGIIGEEILKEIRFPLMSQ
KEFVSFVVDSNILNMQEIVNMIKHYSQVLTSPLPYLQSPRTGTLRRVCRFNQYTPACWVYSGSLDSLIFSVDKDVRLCGV
QHFGCEGCEYTVSMEISDAASNLSLAKKSGTYFSAKDLDHIYYGFDVLIDTPVILESGKRYKISSMISGPNSCSGNQGQT
RVNFEGINFTFSRSDSSSNGTNEKGGQFPVFLFTRSG*                                          
>Adig_10375v107203                                                              
MALLSDVKFIVPVSNGESESKMIPAHKLVLAIGSPVFYAMFYGQMSDTRDSIELPDCDYEGVLELFRFIYSDEVKLTGSN
VMHVLYLAKKYLVPSLAERCAEFLRKNLDASNVFSILPHAQKFEDKDLENRCWEVVEVQTEEALASDDFVVIERSLVESV
VKSEKLNVKEVELFKAVNRWAEKKIENQGITSDGNAKRGIIGEEILKEIRFPLMSQKEFARFVIDSNILNVKEVGDMIKH
YSQELTSPLPYLQSPRIEVLRRIGRFKEYYSACWGYDGSLDSLILSVDKDVRLCGVQHFGCEGCKYTVSMEIKGATSKLY
LAKTSGTYCSEKDLDHLYYGFDILFDSPVILESGKKYEISSMIRGPPSWCGEKGQTSVNFEGINFTFSGSASRNSCTNEE
YGQFPAFIFTHSR*                                                                  
>Adig_10376v107202                                                              
MATVQENWQINCTSINQRTKYIFNTALLSDVKFIVPESNGESERKVIPAHKLVLAIGSPVFFTMFYGQMADTRDSIELPD
CDYESLLELFRFIYSDEVVLTGSNVMHVLYLAKKYLVPSLAEKCAEFLRKNLDASNVFTILPHAQKFEDKDLENRCWKVI
EMHTEEAVTSDDFVMIDRSLVESVVKREKLNVKELELFKAVNGWAEKKIENQGIASDGNAKRAMIGEEIVKEIRFPLMSQ
TEFVSFVVDSNILNMQEIVSMIKQYSKVLTSPLPYLQSPRAGVLRRVCRFNRYCSGVCFGDCDSLVFSVDKDVRLCGVQH
FGREGCEYTVSMDIKDATSNLSLAKKSGTYCSEKDSDGIYYGFDVLIDTPVILKSGKRYEIRSMISGPPSWYGEKGQTRV
NFEGINFTFSRSASSVYGTSETEGQFPVFLFTHPG*                                            
>Adig_10583v107400                                                              
MYTGDLYSNSNLQNKNDLFEYKFNTGQWTEWHIEGRLPPARSAHGAAIYKNNLWIFAGYDGNKRLDDLWTICLTDLNPRW
QELASYPRCTLRTDFGRLLDSNQFCDMVFLIGEEGTCFPAHAAFVSARSPWLRTQLLRAREKCQV*              
>Adig_10710v107515                                                              
MDFDSVSPDPSVQQLDNETFKFEAGSKHGIKALMVMDDLRKRRQLCDVTICVGSKKIYAHRLVLSSFSSYFLAMFTNGMM
ESVEETITLKDVDGNVVELLIDFAYSGKLDITIDTVQSLLYTSSLFQLTAIQKACSDFLQRQLHPSNCLGIRSFAGTHSC
TVLLQASEKFIHEHFNDVVQNEEFLLLPREELATLLSCEEINVNSEEDVYNALIAWARQDVDERQSFLAELLEQIRLPTL
SPHFLVDEVEKEELIRQDIACRNLLDEAKNFHMLPDRRSKLGSQKSRPRESTFSKLFSVCGMDSTGHPLRTVEQYNFHSG
KVKYIPPLNTPRSGLGVAVLDGKLYAVGGHDGTSYLNRLRCTCNSDWSYVIVYRQKVKIISNSRFSVTFCLSGSLFEQTV
ALLIMEKEAEDDMSKGNFNKAREKFEMLLQQDKSKTKFWLLGKADCLACEGRLHESLPVYCEAFKYGKVNPDRLHRFVKA
LSKLIEKDSCATEQQTPVEDSNGLQCGVCTGLLYDPVTLPCGHSFCRLCLKKQESEKCVRCGNQFSYSRLKTNVILQHVL
EKSFKVELEATGLRLQGNQLHRKKNSLEAIEKYEEAEKLSK*                                      
>Adig_11018v107792                                                              
MDSTSIVIMESNLSTDIMAVLDNMRRYNELSDVTLVVDNREIVAHRAILAACSPYFRAMFLSGFSEATESKIVLKEVDGN
AVQLIIDYFYTSELEVNVYNVEEILRICVLFRLNSLIDHCETFLRRNMTPANCLGLLFVADLFCLEDLSQHANRFALWHF
ANVYKEDEFKKMPYKQLKGLVMDDSLKVQSEEMVFEAVWQWIVHDIDARKIHVADIMQYVRFPLMNLQYLNENSSIQKLK
REFRICKELIREAICYQTALESKSSTAIDNFRIRPRMASEEIFVIGGWSNGQKICSVQCFNVDTLEWTTVAGMSVAHVSR
EDYFRVVAVGDELYTVSRYKVGKYDPIANSWLQIATGPDVQCKWAGVCEYEGCIYVVGGHSSMCAKQFDTETLTWKSLPS
MMYARYYPGVAVVRGKIYAVGGLDHLWAPLNTAERYDPQNNQWLAIPSMSTCRWSLGVAVLDDKLYAIGGSDNRECESNS
VEVFDPETNAWNQSVAAMNAGRRCLGVAVVNDTIYVVGGRVTNGIEYYDQENNKWVIVGSVNTRCNFGCVALRIL*    
>Adig_11139v107906                                                              
MFGVHQDQSVVSKTCPEDWQTTKDTIKDRCSFLFNNELLSDRDIKFAVPVPGESESKKSKHEIYAHKFLLSISSPVFYTM
SYGKMKEIRETFELPECDNEILVEFLRYIYCDELTMNGNNVSGLLNLSKKYMMPPLADKCSEFLVSNMYPSNVLSVLKVA
ELHKEEKIVNLCWKMIDGQTEAVLRERIERPHLETIVTRDTLKMDEVKLFAAVDKWATSECEEKGLTPGPSCSKPD*   
>Adig_11140v107907                                                              
MSNLLNTEVKFSTICKSICKMFGGQLDESDVNKTCPDDWQTTKVTVKDRCSFLFNNELLSDIKFTVPVLGESESEKSKHE
IFAHKFLLSISSPVFYTMFYGAVPETREIVELPDCDYKVLVDFLRYIYCDELTLNESNVSGVLYLSKKYMMPPLADKCWD
FLVSNMYPSNVYSVLSVAELHEEEKVVNLCWKMIDEQTEAVLRQPIERPLLEAVVTRDTLKIEEVKLFTAFDEWATRECE
KSGLTPDGEKKRAVLGEQIVKAIRFPLMGEYDFSSVVTSSGILSAEEVSQLQKYFDKTLDGLVAFPEHPRLWQPLVRRQR
FRYCGGSWAYERGRKDTLVFEVDRPIELYGLRLFGKLNRNYSVTLELIDEESEEKVLSQTGNFTSIPLITYEECEYAGFE
FLFDQPVDIDTLVKYRVEALISGPSSAKAKSCYRNXXXXXXXXXXXXXXXXNARQGQFSEFVFLRCYDQ*          
>Adig_11141v107905                                                              
MFGVQPNQSVFHTIYSEAWQTTKLTIKDRCSFLFRNELMSDITFTVPVPGESESKKCKHVIYAHKFLLSISSPVFYTMFY
GAMPETRETVELPDCNYEVLVEFLRYIYCDEFTPNERNVSDMLYMSKKYMIPPLADKCWEFLVSNMYPSNVLSVLSVAEF
HEEEKVVNLCWKMIDGQTEAVLQQPIERPLLEAVVTRDTLKIKEVKLFTAVDEWATRECEKSGLTPDGEKKRAVLGEQII
KAIRFPLMGQYDFSSVVTSSGILSAEEVSQLQKYFEKTLDGPVGFPEQSRTSLDHLDRRQRFRYSGGSWSYQRGLRDALV
FEVDGHIELYGLRLFGRLNSNYSVNLELINEESGEKVLSQTGNFTSVPLKTYGGSVYYGFEFLFDQPVNIDTVTKYRVEA
LISGPSSEKAKNCYRNTDWFTFSAYDNENNGTNAREGQFPEFVFRRHRL*                              
>Adig_11644v108366                                                              
MQWTFHVLYLNNIHDHDHAGHEGGKLNMADSGNKFSGVLKRSLSDTAEALLFTDENHGSTILKGLFASYKDGKYVDISLK
IGPERTLRAHRAVLASFSPYFEALLGDNWKEGNKEEIEIPGLDEGAVSDLIEFAYTGKIKIDRDNVLTLLEAANYLAIES
VKKSCGNFLEQGVDTKCCLGILQLADMFALDELSSFAKKYALRHFTDVCKEDEFLCLPVNFLSDLLSEENLVVVVEDLIP



CVEEREKTVLESVLQYVEHDVENRKTHLAHLLGLVRLPTLSTEYLAEVSRNKLLECEFGDILEKAKNSKLHPPEEGNPDE
KWAAPRKFAKHVFMWGRCYANGGQVQPEIACCTNEMFEDLENDCYVTGMELWIRQWDGRPVLGCLKVYYKDGEAMVFGQD
CGGTKAENAQDEHVHHEFYLEENERIVKAEIQCGWMIDRLTFYTNKKDKDGKPKRYGPYGGNGGSFSAESAPESFGYLCG
VSGAVVQSQGEAGITRLQFVWRLYVLPGGHVPFKHRCIVAHAQKGDYEDEYDDPYDDIYDEFDDYEDDDDYGQYDDFEDI
FEFEMGAQPYMFEPLA*                                                               
>Adig_11645v108367                                                              
MAASGNKFPSVLKRSLSDIAEVVLFTDENHGSTILKGLFALYKDGKYADITLKIGPEQTLRAHRAVLASFSPYFEALLGD
NWKERNKEDIEILGLDERAVSHLIEFAYTGKINIDNDNVQSLLEAANYLRIEFVKKSCGDFLAQGVDAKSCLGILQLADM
FAMDELSSVAKKYALRHFTDVCKEDEFFCLPVNLLSDLLLDENLCVVVEDLIPCVEEREKMVLESVLQYVEHDVENRKTH
LSNLLGLVRLPTLSAEYLAEVSRNKLLESEFGDILEKAKNFKLHPSEKGTPNEKWTMSRKFAEHTYTWGCAYANRGQEQA
EVEYCTDKMFEDLENDCYVTGMELWIREWYERYVLGGLKVYYNNGKAIVFGQDCGGTYAETARDDHEHHEFHLEENERIV
KAEIKCGCMIDRLTFYTNKKDMDGKPKCYGPYGGNGGYFSAESAPESFGYLCGVSGAVVQSHGEAGITRLQFVWRLYVLP
GGNIPLKHHCIVAHAHKGDYEDEYDDSYDDINDEFDDYEDDDDFGQYDEFEEIFEFEMGAQPNMVEPRA*          
>Adig_11750v108465                                                              
MGAHSEILFSKCAEFREQGEFIDVRLKVGEDEFAAHRIILAASSDYFHAMFAHGMKESNQEVIELKDENISAAAMKIVMD
FIYSGEINVNDENVFEVLTAADHLQVATVVEQCCKYLIQLRFDVQTYCRVIMFADQHSLKGLKEATENKMASMYKEICDK
EEFLSDMNADVLSALLRRDDLSAPSENFVFQSVMQWIKYRKEERMDVAAKVIGAVRLGLVDVKDVIEELDTEEMQVISEI
NMLLQRTLIYNHRPSRNSAFALEKGKPRSMSLVLVGISPNGDICYFDIQSKTWKQLSSMQKLAKAGACYCAELIGNYLYV
AAKINSDHVICCYDIVSDIWSTLPPIPGSSNIRIGSLCHIEDHLYVIYKSSAPYRYNIATNQWQSIAGSKAVCNLTQKTF
CNKAAVVYKSCIYVLYGQGNIRRQDCVYGDPIFYSEVSLSVLYCFDLKKNVWEQKASTKTPHFASTLLVVNNNLYVAGGR
SLLQSSSSQQYGHLPAGGPAAIEVYNDQENAWSVVKQTHIPPNNLGAVEIDGRVYFIINSFPVDSGVILPPGEAYPAILD
EWKNLRNIGENAVLCYVTIKKENLTTEKTT*                                                 
>Adig_12079v108770                                                              
MENKQKKKLSQLQKPVKKKKSLRQHLLDKNQQNRKRKRAKAVTSPEACEQKEKSQTSDSKTRKRYILFLGNLPFTVKEED
VKSHFRCTGKDTIKQVRMLTKKTGESKGCAFLEFNNKFSYWKALNLHHSIIAGRKINVEVTCGGGGNGEQRQKRLRERKS
KFQESLLLCVPEFSTQVFSGLHSLRKEEKLCDIELSVGDSNLRSHRVVLAAASSYFNAMFTGDLRESRQDKVILFDVEFS
ALEDLVNFCYTGRIEINVDNVQNLLSASSLLQLASVKQACVEFLHRVLHPTNCLGIRSFADTYSCEDLVEAADVFAVNNF
SDVARSEEFLALAPEKVVEMISREEINVRKEEEVFEAVSTWVRRDEEERKDFLPELLKNVRLALISPQYLCEKVSSDELI
KSNLSCRDLVDEAKDYHLMPERRYKFQSIRTKPRRCTEAAGLIYAIGGLTSAGEALSTVETYDTLTGQWVPGLPMSTLRT
RVGVTVLDDKLYALGGFDGHKRLSTVECYDPQLRVWKAVAPMNTRRSALGAVALKGKIYVVGGYDGHISLNTVECYTPTT
NTWSFLTPMGTLRSAAGVTELNGKIYAIGGHNGLSIFNTVEVYDSHSDKWSSSPPMGERRCRVGVATLNGRIYVCGGYNG
SAFLNTVECFDPETGQWSFTAPMNTRRSRVAVVTLGGRLFAVGGYDGLCNLNTVECFDVLANQWTPVASMGMHQGGVGVA
VLPRGPYA*                                                                       
>Adig_12487v109151                                                              
MRSKGELCDVNLVVGESQRRISAHRVVLASCSPYFQAMFTGELIESRQRDITLQGVDPEAIQLLVDFAYTARIQVSEDNV
QSLLPASSLLQLTSVKDACCEFLKNQLHPSNCLGIRAFADAHTCMDLLESSHRFALQRFRDVSQTEEFMLLSVKQVLDLI
SNDDVNVESEELVYNAVINWIKFDVENRKVFVRDLLPFVRLPLLSRECLMTRVETENLIRSTPDCKDLLIEAMKYHLLPE
QRSILQSPRTACRKPAGQVPFLFAIGGGSLFAIHSECECYDPRIDRWCMVTPMSTKRARVGVGAIDRKIYAVGGYDGSND
LATVEAYCPQSNAWEVMPSMGTRRSCLGVAVFNGLIFAIGGYDGASCLNSVERFDPLTAQWTSVAAMNTRRYL*      
>Adig_12755v109413                                                              
MNQFATPEELEKHHVRDVYDKIAPHFAGYSHKAWPRVEEFLLSLPAGSLIADVGCGTGKYLGLALDSFVVGSDSCVEFAE
IAMQRGHSVVACDNQSLPFRESCFDAVISVGVIHHFASGKRRSKALEELYRILRPGGRMLVYVWAFEQEQRKFDGQDVLV
PYKHFQRNKVLARRSLSAPVRPRQQAQFHNGSTPNISSSSWRSAHSSHNCFGGHVYKRQQTQTSKREDSSKNDTGLGRVQ
VNDTSKYAVLRKIRNQEPVSSLRLEKSEEDNPMTKISKFLNSVLNKVFNNADDDGGEPEKLPSASANEKTHQRNRSSENA
SSEFSPKFSALMTYFSSEKRETILKTDVLSQLARKLFAWKDDLFLDNDFVKTLDNCDEIDKEQHEKSVVVIGLKKENVGV
DGTCGHQAPSATTSVSLNVMARLVDSLVLPSDVYNDSSSSSDALSSDDSSSAEGWNQVEPSHPTHSKKTFQHTTISCQEP
AEPVCAADKDSQYSSSSSFFSTTASSSSQSSPLLSSSSSSPRTETSSKLATRKLQRYYHVFCEGELPKLVQDGIPSAVIL
KEYYDHGNWAAGERKLKCHRVVLSSCSPYFRGMFTNEMMECTQDTVVIQGLSEDAVIQLINFIYTRKITINIDNIEALLT
AAAVFQLDSVVHACCEFMKRHLHPSNCLEMRAYAELHGCLDFIEAADTYARGCFLTLVNTEALLKTSFKHFRSIISGDDL
FVKREEQVFEALMAWVRYDLKTREKNLGELLSHVRLPLIGVENLIQRVEQDATVRANLTCRDLIDEAKNMMLCPSLMKVN
IRTQPRKSASGTLFSIGGRGKSGNPLQSIECYDWFRNCWFRGADVSTPRRHVAVASVAGKVYAIGGHDGSYHLNSVECFD
PEINQWNTVSPMDISRRGMSAGVLEGQIYVAGGLDETT*                                         
>Adig_12987v109617                                                              
MERKTTFDLGMLSQLSKPRMRHFSDRHPKQLLDTLETLRQCKELCDVVIKAGNKTLFAHRVILAGCSPYFRAMFTGEMTE
SRQMEVTIQGVDEAAMELLLDFAYTASLEVEESNVQALLPAACLLQMAEIQEICCEFLKRQLDPSNCLGIRAFADTHSCR
DLLRFADIFTHNNFQEVMESEEFLLLPVTQLLDILSSDELNIRSEEEVFTAVINWVKYSVSERRGHLPEILQHVRLPLLA
PKFLVGVVSSDPLVKSDESCRDLVDEAKNYLLLPEQRLVMQGPRTRPRKPTKCTEVLFAVGGWCSGDAISSVERYEPQTN
DWKMVATMSKRRCGVGVAVLDNLLYAVGGHDGSSYLNSVERYDPKTNQWSSDVAPTCTCRTSVGVAVLDGYMYAVGGQDG
VSCLYIVEKYDPQENRWCKVASMSSRRLGVGVAVLDGCLYAVGGSDGTSPLNTVERYDPKTNRWSPVAPMGTRRKHLGAA
LFQDKLYVVGGRDDATELSSAECYDPKTNQWSPVVAMNSRRSGVGLAVVNGQLLAVGGFDGTTYLKTIEVFDPAANQWKL
YVGMNYRRLGGGVGVVKLTLNDAFGC*                                                     
>Adig_13021v109650                                                              



MQFFANFRAVLLNTCSKYCSWIGPKLHSSSSCYSSLPGAGQTVERVVKWMGQHAPVFAVKGNEITVLHEPEQFFNSLKDN
VSNAKERIILASLYLGTGNKEQQLVDCIQEAVRQSSLAKQSLNVEILLEHTRGSRGDHNSRTMLLPLVQNFSDTVKVSLY
HSPSLRGLLKLLLPERFNETVALTHLKVYLTDNTLIMSGANLSADYFTNRQDRYIEIKNCAALADYFHELVSTVRSFSLQ
LQPDNSTVMSKYFPLHPTKGFDHGKKFKVEVGKTMLKYLSQQKEQNSYINDVSERTDDQCDTWIVPLVQMFPFGIRQDEF
ITSELLRSANHSSVICLASGYFNLTRKYIDIMLKSSAKFKILTAHPTVNGFYEAKGVAGGIPHAYTLLLYDFFKLILKHK
LDHITVHEYACSGWTFHVKGLWYYLGNKQLPNLTLIGSPNFGHRSVYRDLEAQIALVTKNQDLSEALHEEKSRLYHKAKC
VSKETFELTELKVLIGNMFKLNARVPSEDEILGCWKIVSCKLSDGNYPLVEGVKFKLDEAGDLIWMQPATFEQETDLPFF
SCETFVVDQDQGLENLSCHPYTLIPALDEGFFTDITFVSSSGKKFPAHKTILSCLFSDVLAWDKIPPFLSNLSSDVLQSL
LHYCYNCSLPSNISEDTAKELLRISQQHSSSLGNLGELCTEFLDATAVKNRIKSLMSELCNILENILQMTESVAAAFPYN
RDILQLLI*                                                                       
>Adig_13023v109651                                                              
MFLSQKQFDFTSLSEEQKQRCVMKSMDKMLVEIPQQVRTLHKFPRIFEKKMPWREWKHSFKVWTSIVFLEYLYSGILDTR
SVSMDEVPEMLALSDKYEVDSLKESCEAILIKDIDDETVLIYLGIAEQFTVKRLKEGCLRYVTAHPDVMDSDVFEELPDN
LKQEIADKVHQSM*                                                                  
>Adig_13226v109833                                                              
MPPRRRSLHKSLNTLKRKLTMDDSFVFSDEKYSRDVLMKLSGLQKQGIMCDVTIKIEDEEFFAHRNILSASSDYFFAMFN
GNMKERHAREVAISGVDKDSMKTIMNFIYTGEITLDWNNVEPILQSANLMLVQSVKDACSRFLESRLNVKNCIGIQGLAE
TYACHKLYGVTTTFIYQNFSNVAENEEFLNLDQKQVELLLQSDDISVENEEKVYEALLGWINYDLENRREYFVELMEYIR
LPLVSPYYLVDVVEHEELIISSSRCKELLQEAQHYHLLPDRRQLLDTARTTPRNYERFHEILIAMGGNGDFHNQSTGK* 
>Adig_13460v110048                                                              
MEVCSGSLSREVPSPFALTHSVRVLEIMNKHRRDCLKLCDVVLKIGDEHIPTHRAVLAACSPYFYAMFTSDLVESRQKVV
TMKDVDAGIVQQLVEFAYTGKFDVNVENVQSILATASLVQFHEVRELCCQFLETQLDPSNCLGIRKFTEAHGCVNFLEVV
DNFVLENFREVMKSEEYALLPCELLIKVISSDDLNIFAEEEVYEAVMSWVKHDLNNRVKQLPNIIRFVRMPLVSKHYLLN
RIDVDNLIRSNMNCRDFLDEAKNYHLLPEQRAQLRTDRMKPRKSMMGTLYAIGGKEAGETISNTVESYSLQSNVWQPAPL
LNVPRQQLGTGSLGGWLYAVGGSDGYSRLSTVERYSPDSNRWMYVKSLNTSRSGVGVGVLGETMYAMGGYDGRSCLKTVE
RYDPLVDVWSHVAPTNVTRSFPGVAELGDRIFVIGGNDGVTFLNSTECYDPHTNRWTQLAPMSLARAGIGAAALDGRIYA
IGGFDGAQRLDVVEMYEPRMNSWHDAASLNSCRDGVCVVTYGCWVYAVGGIDGPSYLNTVEAYDPRTNQWEYVVSMARCR
AAAGVAVLKKSS*                                                                   
>Adig_13478v100953                                                              
MSQDTIDDENYRNKLLSKLFRQQREGVLCDVVLIIKDREFSAHKSVLAASSEYFLALFTTTMIERNCSSVRLDLCPDVVQ
DLLEYLYTGKVTFTKSNVKGLIITADYLLVSNLKQEAEKYLRSVISEVNCTSMYVFAVHSNCDKLKADATSIIGGNFASM
SKTNEFLNLDFNLLLPLVSYDAIIVATEEEVFEAVLRWGIVDVPQVGYVRFGFILGWD*                     
>Adig_13481v110073                                                              
MEELCDVVIRTDDDASISAHRNVLSVCSPYFRAMFTGKLRESRNEIVALKGVTAEALRCIVRFMYTSTIDINEANVDDIL
KRFGSFSDEREALAAGFSCEELENEARKYSLKHFTEVLKSEEFKELPLEAAKKLLSDENLCVRSEEDVYYAAMEWIFGSA
DRLKHSAEVLSCVRLPVLSPSFLNSEVLSDKWLSNDFECRQMVEDALRYASSPTSEKRKHCLTTRMRPRIPFGYGDVLVV
IGGLHLGNPVPSGERYNMYTDQWTSIEDMPTSRYGIATSHLHGQVYCLGGFDNGKYLTSVEAYDPEENVWTIQAQMLVAR
KYFSATSLGGKLYALGGSNIQRRLKSVECYDPQDDKWTFVSSMISPRMYLAVGTLGGLIYAVGGHDGMLRLDTVECYDPQ
KNEWSYVASMGKPRSVAGVATLCGLLYVIGGFDGTNYLSDVDVYDPLTNCWTSVSPLNEARSAASIAVMKGRIFALGGFN
GQFLSSVEVYDPAINQWSYVQDMSIPRVHFGATVV*                                            
>Adig_13958v110530                                                              
MWGGFSIICKMFAGQPDQSVVDRTCPEHWQTTKITIKDRCSFLFRNELMSDIRFTVPVLGESESKKSKHEIFAHKFLLSI
SSPVFYTMFYGAMPETRENVELPDCDYKAFVEFLRYIYCDELTLSESDVSEVLYMSKKYMMPPLEDKCWQFLVSNMYPSN
VYSVLSVAEFHEEEKVVNLCWKMIDGQTQALLRQPIERPQLEAIVIRDTLKIEEVKLFTAVDKWATSECEKNGLTPDGKT
KRTILGEQIVKAIRFPVMERHEFSRVVTPIGILSSEEVSLLKKYFQKTLDGPIGFPADRRLPNDLVRHERFRYCGGTHLY
HNGLEDALAFEVIYPIELYAVCLYGNKNSNYSVTLELIDEESAESWLDMRLVKTHSPLCSLLVFTISHLMHTHGTITLLL
NNCPLAISPISINSHTLSMAAIFG*                                                       
>Adig_13960v110529                                                              
MFAGQADQSVVDKTCPEHWQTTKITIKDRCSFLFNNELLSDIRFTVPVLGESESKKSKHEIFAHKFLLSISSPVFYTMFY
GAMPETRETVELPDCDYKVFVEFLRYIYCDELTLSESNVSEVLYMSKKYMMPPLADKCWQFLVSNMYPSNVFSVLSVAEF
HEEEKVVNLCWKMIDGQTQAVLRQPIERPQLEAIVIRDTLKIEEEKLFTAVDKWATSECEKNGLTPDGKTKRTVLGEQII
KAIRFPVMERHEFSEVVTPSGILSSEEVSLLKKYFQKTLDGPIGFPADRRLPNDLVRHERFRYCGGTHLYYYGLKDALAF
RVIYPIELYGVRLYGNKNSNYSVNLQLIKEERRETVLLSQTGNFTSVPFPLEGDAEYYGFEFLFDRPVYIHQNTKYCVEA
LISGPGSVNGTKCYPNTDWFIFSKSDHDRNGTNEYRGQFSGFIFQRKREG*                             
>Adig_13964v110536                                                              
MDAKLSCMVTMEAVTQTQPEEEKIAVPPYRSTESHNKSFQVMNSLREQNQLCDVLLKAAGNEIPAHRVVLASSSPYFLAM
FTGELSESRQTVVTMREIDSHALELLVQYIYTAEIEVTEDNVQVLLPAANLLQLTEVRDACCDFLKGQLHSTNCLGIRAF
ADVHSCADLMAAGHSFAEKHFSEVVQADEFLSLPSQQVEELICSDQLTVPSEEKVFEAVVTWVNHDPEHRQDCLAQLMEH
VRLPLLSREYLVSRVETEMLVKNNNMCKDFLIEAMKYHLLTNEQRSSVQSPRTRPRTPIGLPKVMYVVGGQAPKAIRSVE
CYDFKGEKWFSVAEMNSRRCRAGVAVLDGLVYAVGGFNGSLRVRTVDCYDPIKDQWRPVASMEARRSTLGAAVMNGLLYA
IGGFDGTTGLNTCEVYDPKLNEWRSICPMSTRRSSVGVGVLNNLLFAVGGYDGASRHCLSSVECYNPIINEWSLMTEMST
RRSGAGVGVAEGLLYAIGGHDGPHVRKSVECFNTDVNQWRPVADMSMCRRNAGVASVNGLLFVVGGDDGSSNLFSVEVYN



PRTDQWNLLQTHMTIGRSYAGVAVIDRPNT*                                                 
>Adig_13976v110546                                                              
MVAHSEILLSKCAQFREQGEFIDVRLKVGEDEFPAHRIVLAANSDYFHAMFAHGMKESNQEVIELKDENISVSAMKIVMD
SIYSREINVNDENVFEVLTAADHLQVTSVVQQCCKYLETELVELGFDVKFYCRVIMVADRRGLKDLKEASESKMASVYRE
ICEKEEFLSDMNADSLSALLCRDDLRVPSENFVFKSLMQWIKYSKEERMAVAGKLIGAVRLGLVDIKDVIEELDTEEMQL
IPEINMLLQRALIHNCRPSSSSAFALERARPRSKNPVLIAILPERVISYFDVQSKTWKELSLMEPLTEIQECYCVEVIGN
YLYVAAKSNHTFVIFCYDIICDTWSTLQPIPGSSGIRIGCLCNIEEHLYVIYKSSAPFRYNITTNQWQSISSSKAVCDLG
QNTFCNKAAAVYKSCLYVLYGQAVIGRSYYDSFEYFSAQLYCFDPKKNVWEQKASTETPHFGSSLLVVKNSLYVAGGRCS
IVSTTRQLGDDPAAIEVYSDQENEWSVVQQTHIPPNNLGAVEIEGRIYFIINSFPVDSGITIPPGQANPVDLTEWENLQY
TKKNAVLCYAGVSTSFLTSDW*                                                          
>Adig_14008v110579                                                              
MGEASHLNDDVQSAYDGDEGTEQPNIIRDWAEQPYDVTLVVKHGEQFKAHGNILRGTCCFFEKILDGNWKENQDGVIRLE
VLSEEIMEAMLRFIYTGTLHVNDVERAMGLIETADYLLFPKLKDVPEHFLEQNLSTSNCVLLNQFAGKYRCEKLLATSRK
FIQSNFTSVANTGDFCELSVDEVEEWISSDVINISAEDDVFRIILRWIDYEQEERKEKFPSLFRHVRLGFVSLSCLLNEV
VTNDYVKKDELSLNNILEWTSGSPVCCELFMQSPRKSLQEDALVALGGEKTAWCFVPSKNEWFQLPDIPSSVDNPEWLLS
FQNSLIAVGLNSTWLEEFPFYDPFVNEWTTSFLPTPQALLEQGFEPEIATVMVVGEDICAIVEDILPTDDDQGQYSYQRT
LFKYSPGSEWWTMVPSFHLEPNLKAKEYYYNAIIKCLKMSAFSYPEPDNIVFMAQFIKKVYRKKDSIKQTDKEGRCPK* 
>Adig_14081v110648                                                              
MKTLPAVMNSSKAWQPIGKTIGERCAFALTNELLSDVKFVAGERESTTDNERRVIAAHKFVLSISSPVFLAMFYGEMAET
SEVIQLPDTDYDSLLEFFRFLYSDEVKLTGDNVMQLLYLANKYMVPSLADRCTEYIQNNLDQTNVLCVLSNAQKFEEETL
VQRCWEFIDKKTEDIVKADEFFELDRCLVESIVNRDGLCIKEVELFKAVDRWVSVESERQGFHQNSGGNVKRKILGETIV
KSIRFPLMSQKDFMSHVPDSNILTSDEIIDLMKHFNGVPLQNPLPFLQTPRKRTIRDSQKTRRLGTYIPPAVSWFSHTRC
KPPESTRC*                                                                       
>Adig_14421v101055                                                              
MKEKQKLKVKLEGFKPVVMNDLLSYIYTGQAEITDENAKELVFAGDYLLIESLKKKGTFYLEDTLSPSNCLSVRAFSEKY
VCDELKRKSESFILDNFVAVSKSEEFLCLGSSEIEKLISMDDLIVETEEQVYEAVISWVKHDIQKRKEDFARLLSKLRLG
SMSKYYLAEYVENEELVSGNLECTKLLYKAMKSFAIFATQGKLTGDICKIRRCLDSNIKAIVTIWGPGDELRSSTQCYVP
SVNQWFNLAPMLIPRFSHGAVACEGFIYTVGGVSLNGHLSSMERYDYRTNTWAGVAPMAKEVSGLGVAELNGCLYTVGGW
HRGRPLNSVLRYYPSSNIWEAVAPMTATRGGPCVVSDKYLYAIGGKTENDNANDPFKYLNTVESN*              
>Adig_14852v111356                                                              
MSSPETWQTERSTIRERTKFMLNNDLFSDVKFVVRKSDSEGESESKKVIPAHKFVLSIGSPVFEAMFYGELAETRDSIEL
PDCEYESLLELFRYLYSDEVNLSGSNVMGVLYLAKKYIVPSLVDKCSQYLQDHLQPENVFNILTIAEKYEEKGLIDQCWE
VIDNQSEEAVKSDGFTAIEHSLLEAVVSRDTLAINEIDLFKAVDLWATKKCEKQGVEANGEVKRRVLEETVVKAIRFPVM
ELRDFSDVVLNSKILTLDEVTRLVQFFTSSSLATEVGFPATSRTGVSTKQIDTLCRFGTLDFNSWGYGGSSDFLVFSVNK
EISLHGLCLYGSNNNRYSVDLKIMNPVEMTTLVQMTGTFKSKFIYHGKSPYYGFEINFDKPVRVKKNSKCEIEAKLSGPP
SCSGTSGLLEVETSGVKFTFYDSTHFPSSNGTSVLIGQFPELLFSF*                                 
>Adig_15226v101156                                                              
MDQIDDCLRLAKHCKLEYLENQLQMRLNSIQMFGTSKKRSITVVSIEPESQSTSLQDAFGRLAEIALPCPFTAQQFPKPF
PFEISLDLFEVVPSSEDPPPFFDVCFVVEGYRFHGHKLFFCGRSDYFRALLEYKNSEASTSGQERLSESVVEVFLNDVSP
DVFAAVVAYIYQDDALIIENKEFHSLILEDAASVRERQETDSIPVVDDIRFHLMRGVLPYNVSEGDDEEFVDCEGSLQML
DNLLLYLGIEC*                                                                    
>Adig_15434v111864                                                              
MALSAEMSESIPTLPTLEIVGYPRNEESESKRRDDEAGSEQQEKESVEAAKHPFCEPWEDSDLIFVVEEERFHVHRQIMS
IHSPVFRAMLNSVGFKEATATEIPLPGKKANEFLDFLEFLYMKKMDEIQLNQVEHLLKLADEYQARGIVDVCVKMLKSEA
RCKDNAVKILHLATCTPTVRDDERLILVREQCYELMKNVELTETQGKESYKNLERDALERVLVKRIQRLETFVKEIYPQF
IGLVQCCLWYVLENAKVISTCPQHFLNKKPTENLLKLMKDCPVCRQMIKQLVNYVRPPRVSHLTPVPQLQRATPVPVIPQ
AAQLQRVIPRQVLNAPSLVSSPTSSVFGGVAPTTYECKYGGNCHFDEEVITIIKDFEEIIRV*                 
>Adig_15437v111863                                                              
MASSTSGETIEEPTVKHEQVEDAKHPFCEPWEDSDLIFVVEEEKFHVHRQIMSIHSPVFKAMFTSVGFKEATATEILLPG
KKANEFLDFLELLYMKKIDEVQLNQVEHLLKLADEYQAGGIEDVCVKMLKSEPKSKDNAVKILYLATSTATARDDQKLFQ
VREECYELIKDMELTEAQRSESYNDMEKNTLTRVLMKRNERLETFVKDIYPQFMEPAAKQEQVEFSKHPFSEPWEESDLI
FVVEGEKFHVHRQMMSIHSPVFKAMLNSVGFKEARATEIPLPGKKADEFLDFLELLYVKKMDEVHLNQVEHLLELADEYQ
AGGVVDVCVKILKSEPKSRDNAVKILHLASSTATARDDQRLFEVREQCYQLTEDMELTESYENGKSLEKEIWERVLVKRI
QRLETFVREIYPPFVDFVEFSLSESLREKTISSCPRHFSNGKANEHLLKRMKDCAVCRQMIKLLIFNLKKQSQQPFQFGA
STSNLFASCSASAFESDPLKDEKTMMVIMDFEKIMRV*                                          
>Adig_15438v111862                                                              
MASKKGFTFRPPSSDSILFQDHEESSRRNSIATSESDDESEVDNFDDTPNLFKGLERDLPISEQQEKESVEGVAKNPFSE
PWEDSDLIFVVEEEKFHVHRQIMSIHSPVFKAMFTSVGFKEATATEIPLPGKKAHEFLPFLKLLYVTKYDEVQCK*    
>Adig_15454v111882                                                              
MNLSFNIMNDLRKRKELCDVVLCVGDLEIYAHKVVIASFSPYFYAMFTNDVVESRQNSITLKSMDSKSVELLIEFAYTAR
IRITEENVQYLLPVSCILQISPVKKACCDFLQSQLDPSNCIGIKDFTEMYGCVDVAKAAEKFIFRHFLEVSQSEEFENLT
REQLIDLIRRDELYVKSEDEVLAAMLRWVTHDLNNRTQELKELLNFIRVPFVSSSYLKSLIQCCEQGMRTEFKVLLIEAF



TETKRVSSVTAIQKRRPPGPTVIFFAGGYLRRSLDVLECYDPLTLTWSILPPLSVPKSGLGAAYFDNMLYIIGGRNNTSS
GNIDSASVDRYDPLRDEWKSMKSLSVPRNRLGVAVIDGYIYAVGGGNGNSLHTSVERYDPNHDEWTTVMPLNYRRIGVAV
AVLGRKLYAIGGLDGANRLRSVECYDADNDVWTLVCPLMERRSGAGAASLHNHIYAIGGYNGDAQLNSVERYNPSSNTWT
VVSPLIHRRSALSAVVYCQRLFVLGGYDGEGFLSTIEEYIEEKDCWRLASSMDLGRSGAGVAVGWKPAT*          
>Adig_16311v101294                                                              
MSDLKQQKMISPVFSRNDVDFKRKIKQSGMRGSCRSTISEASETGSLSHRLRHAQSVLTALENLRKREELCDVILKISET
EIKAHRVILAAVSPYFNVMFTGDLAESKKNVVELNNLDASAVSIVVEFAYVAQANITTENVESLLTVASFLQVQSLVEKC
CRFLDRKLQPSNCLGIRRFALMNGCFTLSKTAYQYAMRHFIQTTQLEEFLQCSLEEVLELLSEDALYVRHEEEVYEAAVR
WLRYNPGERSEKIPTLVEIIRFPLMAWEFLVTRVVDDGIITSNSCTSHLFEEARTFHLNSPLNNEVRYGSRLRPRKLYGQ
AEWIYVVGGETSPGRQTIKSVTKINPSSSMWVEVCPMQTPRRGLGVAILDGILYAIGGSDGIAALNEVESYDPSSDSWTT
TTSMIEHRSSLGVCILDGFLYALGGYNGQTTLNSVEMFNPLTREWSMVTAMNTRRSMLGVASLNGRLYAVGGYDGISDLS
SVECFISQPDIWQQVASMKTPRSMVGVAVLNRRLFVVGGCNKHSLESVETYNPDTDSWTIVASMKQPRSGAGTCVVDGLL
YVVGGSNGMDYLNSIEVFHSQTERWTSANFTIARRRFGCCS*                                      
>Adig_16461v112821                                                              
MSSPTKKTKMSAPENWQTTRPTIRERTKFLLNNDRFSDVKFVVRDSNSEGKSESKKVIPAHKFVLSIGSPVFEAMFYGEI
AETRDSIELPDCDYDSLLELFRYLYSDEENLSGSNVMKVLYLAKKYMVPSLADKCSRYLRNHLDATNVFSILPMAQKYEE
KELTDRCWEVIDNQSQAAMRSDGFTTIEQSLLEAVVSRDTLTINEIELFKAVDLWATNKCGNQGLEANAHLCCLQRIVAF
IIWTATDCFTAQESQEKRATIHRHRRQMFAPQSWQTERPSVRERIKFMLSNDLFSDVKFVVCKSDHTVESKQVIPAHKFV
LAIGSPVFGAMFYGGLAETRDSIELPDCEYESLLELFRYLYSDEVKLSGSNVMGVFYLAKKYMVPSLVDKCSEFLLENLD
ASNVFNILPTAEKWDEKELIDQCWEVIDNQSEEAVKSDEFTTIEHSLLEAVVSRDTLTINEIDLFKAVDLWATKTCEKQG
IESNGEVKRRILGEKVIKEIRFPIMEQKEFASVVPDTKILTPVELKVIAMGFYDRKRSGIWVCDRFGSIYNGCKTYDGLK
DYLLFEVDNDIILHRLRFCGSENCKYSVKLKIGNVDSCPFEQCVCKTGTFVSKRLQCKNRNEYFGFEVKLGHSMALKKNE
RYLIKAEISGQPSWIGNFGCSVVKVAGVNFNFITSLKKGNGTCSTFGQFPQLVFSLCHHSSADAAGIDRLRLAKNTATIS
AYIHIFSVGTQHRRLRRRRFTVLPSLLPSRSKDRQNRLGGRAAGAPEGFLQTNRSGKWTVYGGLRSPKAKQSPHGYNNYR
RDGCDVKFVVRKSNGEGESESKKVIPAHKFVLSIGSPVFEAMFYGKIAETRASIELPDGDYDSLLELFRYLYSDEVNLNG
RNVVWVLYLAKKYMVPSLADKCCNFLRDVLSTFNVFFILPTAEKYQEKELIAQCWEVIDNKSEEAVKSDVFTTIEHSLLE
AVVSRDTLTINEIELFKAVNLWATKKCEGQGLEATGELKRRILGETVVKAIRFPVMKLQEFATVVPDAKILTPDEVINFF
KFSVQQWPPQKDF*                                                                  
>Adig_16464v112822                                                              
MFAPQSWQTERPSIGERIKFMLSNDLFSDVKFVVHKSDHAVESKQVIPAHKFVLSIGSPVFGAMFYGDFAETRDSIELPD
CEYEILLELFRYLYSDEVNLSGSNVMGVLYLAKKYMVPSLADKCSEFLLDNLDASNVFNILPMAEKCNEEGLIDQC*   
>Adig_16467v112823                                                              
MSTPENWQTTRPTIQERTKFLLNNDRLSDVKFVVRKFNGKTQRGSIAFVKKVIPAHKFVLSIGSPVFEAMFYGELAETQA
SIELPDCEYESLLELFRYLYSDEINLSGSNVMKVLYLAKKYMVPSVADKCSKYLRDHLDASNVFNILPMAQKYEEKELTD
RCWEVIDNRSEEAVKSDEFTTIEHTLLEAVVSRDTLSINEIDLFEAVDLWATKKCRNQGLKANGEEKRRILGEKVVKAIR
FPVMKQQEFASVVPDTNILTPHEVINFFKFFNSAAGAPEGFSQMNRSGKRTGLFFVLYAGFVVNLIEIRFGDVKFVVRKS
NSKGKSESKKVIPAHKFVLSISSPVFEAMFYGELAEAQASIELPDCEYESLLELFRYLYSDEVNLTGSNVMEVLYLAKKY
MVPTLADKCSKYLRDHLDASNVFNIMPMAQKYEEKELTDRCWEVIDDQSQAAMNSDEFTTIEHSLLEAVVSRETLTINEM
GLFQAVNLWATKKCRNQGLEANGEEKRRILGERVVKAIRFPVMKQQEFASVVPDTKILTPDEVINFFKFFSSAAAVPEGF
SKIRRPGSRGMSGVRKNPRVPPPASYFRRDENWFCPDCATALRGNFCPTCGQAIYMW*                      
>Adig_16476v101324                                                              
MSSPPYNWQSERTSVQDSITFLFNNEILSDVHFMVGKGTQRRRIPAHKFVLAVRSAVFDAMFNGGISAQSDEVELPDVEY
SAFQALLCFLYTDKVEIGPETVMTTLYTAKKYAVPALENACVDFLKKNLSPDNAFMLLSQARLFDEPQLAALCLECIDKH
TSEAHAAEGFTDIDFETFCVVLQRDTLAIRENQLFAAACRWAEHECQRRSLPSTPENKSDYQVTIQVIATDTGKICGHND
TAFSSDGTVSTFRVMFKEPVEILPGVNYTASATLKGPDSHYGTSGGKKIVYETDQKEKIIFQFSYAAGNNNGTSVEDGQL
PEIIFYT*                                                                        
>Adig_16513v112863                                                              
MEAVSHSMSANPSQHREELIERINALRTNQRFSDVTVVVKGEEFQAHKIVLAAASPFFLSLLESQMKETTENMINIELEE
TTASVMEEVLAYVYTGNASLTKENGHNLIATADFLLLPGLEAIAENFLKGHLTVENCVFNYYFAEKYQCCGLKEESCKMI
NENFRKVMETADFLGLDENQVMYWVSSDDVVVEAEEVIFEGIIQWVLHNRSEREEKFPKLLRQVRVPSISHEYLVNRLLN
EELIKTSLECFNFVTECVKLIFNCTTESSIKPARKCLKGNEDVIFVCGLRKALCYLPDENKWHKLTSTTLEHKGHSIIQY
RDRVYVFSSQEVEENQLHVVEYYVPATNSWGAIQTKFDYSREQFTGLFVLNDNSGLWILTNETEGSDYIYEYNLDKNIWV
GSSRKLWRSGACYVSDGHCIFTIGGALVEDERVRVTRVVDKFFPANKTEDGKVEFEEVAPLNEARYDAFGAAMNGKIYVA
GGKQELFVDNSDFTSCEVYDPSTDEWQVMPSLNVPRYSASMVCFKGTLYVVGGRSSVSEYGELSVEMFDSGVNEWHKKSA
IPTGDENEGKFYNRNIRYYKACFATVRLGAS*                                                
>Adig_16539v112886                                                              
MEDSRASSCSPSSIAKEHSMKLLNKVQELRMQGLMCDATLTVEGKHFPVHRVILSASSSYFQVMFTSGMAESFMDHVEIH
GMSPEIFQTILDFIYTGIVEVNESNVQQLLPASKMLQVQDIEVICCDFLKHEIDSTNCIGIYQFAEDHSCSSLSKSALDF
IHRNFVEVSNQEEFLQLTRTVLLQLLESEELKIESEEQVFEAAMRWVLFDLTRGREALGKILVRIRLPLISPKFLENYLV
ICKSASIQRMLSGILDGYRNYQSLSHGQQKVHTKPRRASTKCFFVIGGYNRRVGGRWSDTSSLYTVEKFDTFLQTCDSFS
TAPMSFARSGHSVASIGGLIYAVGGENDSLIYDTVECYDPALNTWSLVAPLIAPRVACGVCVIEDFMFVLGGWIGSEIAE
DIERYDPHLDRWEVVGKVETKRFHLGVTEMDGLIYAVGGLSELGEELKICECYNPVSDTWLRLPDMNYRRAHLGVTSLGG



SLYAVGGSNELDGTLSSVERFDWQTNQWTEQKVQHKDRRSGNEYMTTKMAASMSEYENAMFLEVMDDDGLFVSAKGLNIE
RVISKFLSIHCVTSDPSSISLVLVINTTSQEEDFILDELRSSDVPLPKVITTEFSSSERESVYLRGGVLFVTSRILVVDM
LTKRLPIHLVTGIVVYRAHKIIESCQEAFILRLYRENNKTGFIKAFSDNAQAFTNGFFKVEKVMKNLFVRRLYLWPRFHA
TISSFLEKHKPEVIELHLHLTPSMLAIQTAILDLINTCLKELKRANPTLDPEDLTVENGISKSFDKALMSQLNPIWHQLG
NKTKQLVSDLRVLRLILLYLTQYDCVTFYNFLETLRASQRDVKNQSLWMFLDAADTLFVHAKARVIECTERKHKKKKGEK
PEEEEKDSEGLVLEESPKWKLLAEVLEEIEQDDTKNESKSKYLLKLMN*                               
>Adig_16772v113098                                                              
MATLQENWQTKCTSISQRTNYIFNTELLSDVKFIVPMSNGESESKVIPAHKLVLAIGSPVFFAMFCGQMADTRDSIELPD
CEYEGVLELFRFIYSDDVKLTGSNVMHVLYLAKKYLVPSLAEKCAEFLRKNLDASNAFSILSHAQKFEDKDLENRCWKVV
EVQTEEALASDDFVVIERSLVESVVKREKLNVKEVELFKAVNRWAEKKIENQGIGSDGNAKRAIIGEEILKEIRFPLMSE
KEFVSFVVDSNILNMQEIVNIIKHYNEVVTSPLPYLQSPRTGAFRRVCRFNEYCSAVVGSRWSCGGSSESLILSVDKDVR
LCGVQHFGCEGCEYTVFMQIKDTTSNLSLVKKSGIYFSEKDLNHIYYGFDVLFDTPVILESGKRYQISSMIIGGPSWYGE
QGQTPVNFEGINFTITSSGPNNGTSESRGQFPVFLFTC*                                         
>Adig_17109v101423                                                              
MDTNSSHYWTNALKIVLVGDTRVGKTWLLARAHELYATLRDDGCSFSHKPFDPTLTYSGTSFVTCITNVDTADLGNYQTN
IWDTGGSGLFNFLRPLAYICADVFMLCFDLTSRESFDNLTERWLPELRKYQPKTPILMVGTKYDLLDGDVSNSSEHSIPS
CKVKAVADREGCLYQETSALSDHLVADAFEKAVKLGHKKREGEGKRSERETFVTILEFIYTGLAGISKDTEQEELKQLLF
AAEKLQIHSLVEICKYFSKLAEPKKACSSHEKIQQQNNSENQLQPPSTPMHTIQQGFFLDKEEAVFSDVTFLVEDTLVYA
HKAVLVARSPVFAALLSDNFKERFCNQVHLQGIDCISFLAVLEYLYTDACPSLETISTENVLIVADQLLLSRLVQICEDH
LHKSLQQVVPASSILDALAFSKLFNARQLTKWCLFYMALNYTRFRGITKEMDSFVKDDQSFFEEHLWPPREFLRVLEGYK
LKTEKAARLKGTERPISFIHWTPFGRS*                                                    
>Adig_17228v101445                                                              
MKQALAGTNYDLTGAISLGHITANQLKAFRDFLYKPEAILDEEIVADLEQFAKKYRIHSLAKLCGQRKYQREGAEGMAVW
AKHYEDLLAQLYEMFKKMEFTKAILKGDEESCEIPVHGPLIGAASPVFRDMFCNELFCQKGQKYRLRGLSSNTLNCLLRY
IYTGEVTVDGATVQDLLQKSCTYKIPAIISACCDWLSSTMSPYNAIGIWHLARETESDHTNSLEREAKAFIVENFTKVCE
EDDEYYDLEYEDLKEIIQDDDLGVDCEEDVFNAVNAWVGADKEARSQYFCDLFKCVRLANTSVKFLRDLETHPLVQDYAT
CLQAVRRALAEIVAQRFRVNKSPPQSGSKEKTTLNPQETEVPLKKNGTPDRRFKVNRNTLKSRSQGNTVEEKEQLHKRRT
FL*                                                                             
>Adig_17260v113519                                                              
MSAHRRFNIPLHSNDALKTMNDLRRKGELCDVVLHVDGRQFPAHRIVLAGASSYLRAMFTNGMLESGMKDIKLQGVEASV
MESLLDFAYTGNIDVTVENVQALLSSASMLNLQSLRHVCCGFLQTHLDSSNCLGIRAFADLYSCSDLEETAYRFVRQHFL
DVVKGDEFLQLPKQELRNLLREDLLQVRSESQVFEAVETWILHDFSRRKDHAVELLSNVRLPLLTLEFLEARVFPSKVIK
NNADCQLLLAKVLNESARNLPLYMTIPRAQPQAVYVIGGRNGVDCQLASLERYDTLTDEWTVLQSMKYPRTAVGACSLNG
LLYVVGGECAVNIPHDDTMYVRHVECYDPAVNQWMSLADIAIQRSFVAVTALNGYLYALGGEDRTCSYNYVERYDPKTDQ
WSTVQCMRRKRSGAGVAVCDGLYSKSMYFSVVRMNFVLPSMYAPY*                                  
>Adig_17327v113556                                                              
MAASGNKFSGVLKRSLSDTAEALLFTGENHRSTILKGLFFALYEDGKYPDISLKIGPAERTLRAHRAVLASFSPYFEALL
GDNWKEGNKEEIEILGFDEGAVSDLIEFAYTGKINIDKDNALTLLEAANYLGIQTVKESCGNFLKQVVDAKSCLGILRLA
DMFAMDELSSVAKRYALRYFTDVCKEDEFLCLPVNLLSDLLSEENLCVVVEDLIPSVEEREKMVVESVLQYVEHDVENRK
TRLAHLLGLVRLPTLSVEYLAEVSRNNLLESEFGEILEKAKKFKLHPPEQGNPDEKWAAPRKFAKHVFKWGRCYANGGQV
QPEIACCTDKMFEDLENDCYVTGMELWIRKWDGQDVLGGLMVYYNNGKVMVFGQGCGGTYAETTLDDHVHHEFHLEENER
IVKAEVQSCWIIDRLTFYTNKKDKDGKPKRYGPYGGNGGTFRGESAPESFGYLCGVSGAVAKSQAGETGITHLQFVWRLY
VLPGGHLPFKHYCRVAIALEGEYDEFENISVFKNGADRYLSVSNSFSRCRQGWARVRVGQQQSFSGLQSPK*        
>Adig_18105v114204                                                              
MVNASMETVPPNSLSSRHIAIKIVEIIVVCVIAFLSLGGNILVCITVYRKKILRTITNMFIIAVCVTDILLAAVAMPLTI
GALIIDYWPFGSLICQIQGFSIHLLVFQSLHIITLTAVNRNLNVVRPWLYKRIFTKWTTLFLILAVSFLTAVILAALVIS
LSSRYEFHPSKAICVMIFPNRGASLQFTIVFSLLFVAFPTVIIFACYARVLQTIRTHRREYDATRGEHDSQSVLSRKEMK
LTKLIFIIILGFSSCWVPCVAIDIVDTTQTKWFPRQLYIFYTCLGYTSAVLNPWIYGFMNKLVRKEMVFLLTST*NASSL
GNSKTHSNSKLKVKARESFLMASKEENEGWQTTRKTLTERVEFLLNNSLMSDVSFVVRNASGVEESIAAHKFVLAVSSPV
FYAMFYGDLAESKNKIVLPDCDSESFLEFLRFLYSDKVTLSGGSVMQVSYLAKKYIVPELETKCTNFLKKNLSPENVFDI
LPLAKKFDEEELVIRCWEVVDRSTQVALQSETFPSITKELLAEVVKRDDLTIHEIELFQAVDRWATAECERKDLEPVKDS
KRIVTGEEILSNIRFPLMSQDQFAEKVPCSGLLSKDEIIDLFMCLNGVQVSTLKFIKRPRKLIPPRAISRCKRFPKVSYG
WNYSDDKNDVLVFSVDSPVLIRGVRLFGSKGLAYDVSLGLWSLEDGLDVELCSVDGFFTTDNEERNGYYGFDVVFDHLIP
LHKDVRYEIFAKISGPSSWYGSSGLGMVDCNGIHFRFINQTSPNGTNESEGQFAEILFHKY*                  
>Adig_18605v114634                                                              
MESLDPITQADRAPFCVEMLRRLNVQREQDYLCDVTIVAKEGNEFRAHRNVLSAASQVFEKILQTEMKEKEERTVRFEEM
SELILVKVLEFIYTGTVEIEDAQNAEDLIMAADYLLLVGLKTAAGRVMEREMTNCNCISTFYFAEKYRCEELQGKSRMFI
YDNFIEVSKSEEFLCLECEKVESWISDDEICIEDEDDVFAIIQKWIGDEDSDRKAKFSELFAHLRLAYISREFLLDLMKD
EQVKANPCCQKKVLDTLLSGEDEVIQSPRRRMKTHAIVFRGGKFTFCYLPEVDVWKPLAVGPSKLKHYKRKSTIAFLNQW
YIEHSSNQTERYDPEFDSWSVLNDFELSNNQVVVGRQRYRIYRSVTFRDDEDEDEDDEDEDEDEEDVMVDKYNMGSWKNV
HSSGTRGSSNACILAVDNSIYVLGGGSAHVDRFDTLQNKWEELADMKKGKRSPFGVASQGKIFVADNNYPSSCEVYSIDT
NEWQLIASLNFRRFRRTMVCVNGNVYAVGGQNCIVESYDPTMNQWIEKTSIPKEMIPEEEQGSTFFKCCALKLSRKALRG



IWRKSGFKLK*                                                                     
>Adig_18713v114738                                                              
MTSESAIAHSPPRNSPLRKEKHVGHAQSHCGSSHLSLLVEEESKKDVLRFHLERIRHVHRGVRVFTDSKSRGFALLQVSP
KEGLNTAPNVRPTLVWRHLTQLLEETTCEDDIHDVEFLVKGRTIPAHGFVLASRSQYCHQLICENKENRQGEADERTKTI
PLHENVDYIAFLSWLRRLYSGGDVCDEEVFVLKDVVGKGKNGYHNLNEGGSKETNKTVNEMGKESDEEEMLSSRVLADLL
FLAKTDLDVFPAPTCEEDEGFVQDSEDDVSEDHCTCLETRPLKKIEETMTKRDRENKGDALSVRGEANAFSRLNW*    
>Adig_18767v114783                                                              
MALTQHSCEMFETLNKMRESQLHTDVVLRVKGKEFHAHRVILAASSRYFDAMFSSGMKESLQTEVQLTELFLTERVFEIL
LHFIYTSFLPLTEANVLDILEAADHLQISGAIKNCSLYILNNLREEKFTIETKLKICRVAENHNLPELHEEIVHAVALQF
GEICSDKAFMENVTSDELLLLLTRNDLSVPSETFLFQTVISWIKADKEERLQYTAQLLDKVRLPLVDIMVLLDELESEEF
NSKSECFYLVHMCLLQQVCPSLSSPFVQDKGEHRVASKALISLSASTGAKFFNSETKSWEPFPEFKIPVLQEKPATLYTG
NHLFLFDDNAVHQYQIDKNTWTSLPHMKNNHHVFQTCIFEDFLYVIGGSEVDHMVVSERFSFAKKTWQFISFHEEHNLFG
TAVTVFKDNIYSIGGAWAEGSAGREVYRFDPAKNAWTKLEPTKHSHAQACAFVVNGKLYVAGGKTDPPSKRHRGLVPSKF
VEMYDEENNRWYDVPQSHMPPNNYGAVEVQNRVYFILGCFAYNSGVAIDENEVYQIDLEDWKSISSHDQDAAFVYLPLNR
VQLSNEYSKEQEPRGHEMQREINSEGGQKRSLSVPMNGELKKKFKKNLGERNSQPVGEKDNQPVVDQQKEHENDDTRESM
KQICEKLVAYRLIKLIGRGGFGHVLAGTQKSDNLPVAIKFVRRKYVKEFVETGGEQMPSEAYFMKKIQHPNVIKLYQYLS
VNDFCIYIMERPASCQDLQRVLRKRRLTEKEARRYFKQIIEATICCEENGVVHRDLKPENILLDKESDEIKIIDFGLASR
IQYEPYNKFRGTRAYIPPEFLRSGWYDSCQSTVWTLGMILVDLISSSMAFSNPEEALLWPPRLPVYLTQDSVDDHEVSPS
PVCSISLNLEDLASDERQTNCSSLLNIERLFVSASSMAIDKSYATSLSENTAMIGHSHQRIQDGQLHISPDMSNRNESTD
KKSFDLERTHNGKSCVLRKRTLDSKYGGFDVNVCDRAVKHKKMFCDIRRNVKESNGRFDELWMLPKWLGKKVRWKIWTKF
TKKNDQERRDWKRKNFILKLERRRSGEMKQRRTIFNYGKTVVRYKIEKKIPPFTT*                        
>Adig_18824v101757                                                              
MATSSKYSEVLMCQQPLKQDEAFTTMESHREPSDITVVVQNGIKFRAHQDVLSEASPFFEKLLNSGMKESREGLIRLETY
TEATMKALLQFIYTGNVHICDLETAIDLFTISDYLLLPNLKSLAENFLLSAEILSTFNCISTYYFAEKYKVSELLSKAES
FIYANFVTIAKSQDFLKLSNKEVEMWISKDEISVDDEEDVFQIILAWVYYDTAERKKYFANLFRHVRLLYVSRDSLYGEV
MTNELVLCSEGCLELVRRVLKPFPCRNNDEFSVRPRRSLEVPVIVVSAEMFVLCYFPRENKWCELANNVSTHLRECEMAS
CGGQLYFLHLIDFVIDSTISIYEMSMLRYDSIANSWKAMPYKEERYLKQIFVRNDTEMYALVTDACRECENRSCICCRAI
RGEPPNSTRKKLMSYITKYIPESNSWTEIASFDFGLREGICIVTKGNFIYFIGGGALMQRMDRSLRDTERYDISTNAWDK
VADIQEDRMFACGATCHDRIFVVGGINRQGASVTKTCEVYNEHTNEWHFIASLISRPAMLSSMVCVDDKLYIVGGCCDLE
GNQTGKLQCYDPEKNEWREDIEIPVGRKGSKNSLKYYSNACSMRIFRGFVDNLDKSSSKRRRSIRERLKCLIL*      
>Adig_19094v115039                                                              
MASKEENEGWQTTRKTLTDRVEFLLNNSLMSDVSFVVRNASGEEESLAAHKFVLAVSSPVFYAMFYGELAESKNTIVLPD
CDSESFLEFLRFLYSDKVQLSGRCVMQVSYLAKKYIVPELETECTNFLKENLSPENVFDILPLAKAFDEEELVVRCWEVV
DRSTQVALQSEAFASISKELLQEVVKRDDLMIHEIELFQAVDRWATAECERKDLEPVKGSKRIVTGEEILSNIRFPLMSQ
DQFAEKVSYSGLLSKDEIIDMFRCFSGVPVSGLKFIKRPRKLIPPPAFSRCKRFPQVSCGWSYSDDKNDVLVFSVDSPVF
IRGVRLFGSKGLAYDVFLELRSLGEYVQLCSVDSSFMTDNEERNGYYGFDVVFDHPIPLHKNVRYEICAKISGPSSWYGS
SGLGMVDCNGIHFKFSRRTSPNGTNESEGQFAEILFQKY*                                        
>Adig_19256v115177                                                              
MVAHSEILLSKCAHFREQGEFIDVRLKVGEYEFAAHRIVLAANSDYFHAMLARGMKESYQEVIELKDENISAAAMKKLMD
FMYSGEINMNDENVFEVLIAADHLQVTSVVQQCSKYLETKLVELGFDVRFYGRIIMVADRRGLKDLKEAMESRMASMYKE
ICEKQEFLSHMNADLLSALLCRDDLRAPSEKFVLKSVTQWINYKKEERMDVAAQVIGGVRLGLVDIKDVIDELDTEEMQV
IPEMKTLLHEAFMYNHRPSRSSVFALAKGKPRTTSMVLVAIVPKGFMWCFDVQSKKWKLLTSMQKLAEEGESMHKLVGEG
ECYCAEVVGNYLYVAARGSRIHCYDIVHDIWSKLPPYPSYTQIGALCHFEDHLYAIFKSSAPYRYNIATNQWQSVASSKA
VCNLSEETFCNKAAVVYKSCIYVLYGQAQVQQYG*                                             
>Adig_19257v115176                                                              
MFANGMKESNQEVIELKDKNISNSAFKIVMDSMYSGEINVNDETVFEVLLAADHLQVSSVVQQCCEYLIQLNFDVQTFCR
VITSADRHGLKDLKEVMESKMALMYKEICEKEEFCSDMNADVLSALLCRDDLSAPSENFVFKSVIQWIKYRKEERMDVAG
KVIGAVRLGLVDISVVIEELDTEEMQVIPEVNMLLQRTLIYNQKPSSSSAFAMEKGKPRSMSSVLVAIHPKSDICYFDIE
SKTWKQLSSMQQLSEAKECYCAELIGNNLYVAAKGFRGVVIYCYDTVRNIWSTLPIPGLSDNQIDCLCHVKEHLYVMYKN
SSAPHRYNIATNQWESVAGWKAVCDLKGQEIFLLVEAAVQYKSCLYVLYAQGIRESLKIYPLGTDEAIVCGKKCRPCNSV
LFCFDPKNNVWEQKASTKTPHFGSSLLVVNKNLYVAGGRCSFHLSSNKPDGSPAAIEVYNDQENAWSVVPQTCIPPNNLG
AEEIEGKVYFIINSFPVDSGITTPPGEVYPAVLNDWKNLGNVDKNVVLCSVPVKTENLEKKKNNAQGELKS*        
>Adig_19588v101920                                                              
MSSSSPVAENWCYTQIKVIKFSYMWTINNFSFCREEMGETLKSSTFSAGANDKMKWEETKAMESQRAYRFVQGKDWGFKK
FIRRDFLMDEANGLLPNDTLTLFCEVSVEGDSVNLSGSSHTAALKVPECRLSKHMGSLLDSGTFSDVTLCTRGREFKAHK
AVLAARSPVFGAMFEHEMEESRRGRVEISDIDPDVFHEMLKFIYTGSTPQLQGMADDLLAAADKVGFCVVCY*       
>Adig_19813v115611                                                              
MESLEPITQADRAPFCVEMLRRLNVQREQDYLCDVTVVAKEGNEFRAHRNVLSAASHFFETVLQTEMKEKEERIVRFQEI
SASLLGKVLEFIYTGTVEIEDVQNAQDLIMAADYLLLVGLKTAAGRVMEREMTNSNCISTFYFAEKYRCEELQGKSRTFI
YDNFVEVAKSDEFLHLECEKVESWISDDEICIEDEDDVFGIIQKWIGDEDSDRKSKFRELFAHLRLAYISREFLLDLMKD
EQIKANPCCQKKVLDSILSSEDEVIQSPRRRIKTHAIVFRRGEYTFCYLPEVDVWKPLAVGPTKIFKKAQPYYIRTPMIT
FNNQWYITNSSNQTERYDPEFDSWSVLKDFALSNSQVVVGRQLYRIYSGYDTAGNVMVYKYNMGSWKAIHSSGTKWNSSA



CMLAVDNSIYVLGGGSSNYSSGSVHVDRFDTLQNKWEKLADMKEKKRHPFGVASHGKIFVAENFSRSCEVYSIDTNEWQL
IANLNDASYWRTMVCVNGTLYTVGGKNCVVESYDPTMNRWIKKTSIPKKMIPEEEQGCTFFKCCALKISRKVLSGIQGIR
*                                                                               
>Adig_19830v115621                                                              
MPFVNGCALSLVPFSSNMIAHSEILLSKCAQFREQGEFIDVRLKVGEDEFAAHRIVLAANSDYFHAMFARGMKESNQEVI
ELKDENISVAAMEIVIDSMYSGEVNVNDENVFEVLTAADHLQVTSVVQQCCKYLETELVELGFDVQFYCRVVMVADRRGL
KDLKETTQRKMASMYQDICEKEEFLCDMNAEILSALLCRDDLRAPSENFVFKSVMQWIKYRKEERMDVAAQVIGAVRLGL
VDIKDVIEELNTEEMQSISEIHLLVYETLLHNCCPTSVSEFALVKVEPRSMSL                           
>Adig_19836v102009                                                              
VEIKGVDFYSVQMLIQFSYTSQLTITDSSVQNLFLAADLLQFKWAKDSCVQFIMQQIDIANCLGVRALAERHSCKVMYEA
ATLYIMENFTKVTQTEDFHILSSGEVIELISHNEVKVCSEIEVFDACITWIKYNLEKRKCHLSEFLKVIRLPFIPMKQLQ
MDVAEHPLVLNDIYSRDIVEDAITFHFDHASVQMRHCYAEMIYLLGGETSFMKEVKSVERYNCETMQWEMVKSMTEARAS
FTVATLQDKLYVIGGYRRGRKLNSMECYDPVQNAWLSLKPMSKCQGDMRAAVLDGFIYVAGGSSEGLLTCSFVERYSPIT
ECWQVVSSMHRQRRRFALAVLDSQIYAVGGFDDNRGDLKHVEYYSAGTNSWTEVKPMQ*KQCSFYQINSVTLQMRYS*  
>Adig_19874v115656                                                              
MEAVFESMSADRPSKHHEELIERINALRTKQRFCDVTVVIRGEEFQAHKLVLAAASPFFLSLLESQMKERTEDLIKIELQ
EATAPVMEEVLAYVYTGNVSLTTDNVHGLIATADYLLLPGLKTMAEDFLKLHLTIENSVSNYYFAEKYRCCGLKEECCKM
INESFRKVMETADFLSLDENQVVNWVSGDDVIVEAEQDIFEGVVRWVLHNRSEREENFPKLLQQVRLSSVSHEYLFNELL
KEELVKTNPDCVNFVMEYVRLNFNCRAESSIKPARKCLERNENVIFVCGGSKALCYLPAENKWHELMNTTLEHKDHCIIQ
YRDRVYVFSPQMVGGNKSHLLEYYMPSTNSWGAIQTKFEYGEQKFTGLFVLDDNKGWWILTTYKFCSYIYQYNPDKNIWV
GSFKELGRFGACFATDGHRIFIIGGTLSGNEKITATTGVQKIVPSDQTEDGEVEFEEVAPMNEARHDAFGAAMNGKIYVA
GGKQLDENLVRERVLASCEVYDPLTDEWQVMPNLNVPRYSASMVCFKGALYVVGGLKRTCMLRSGELSVEMFDSGVNEWH
KKSNIPVKVKKRATICYNACFATVHKNCL*                                                  
>Adig_19927v102036                                                              
MTSQELMFCANVMKTLNDFRKDETLCDVVLTTQGMCFPAHRNILSANSEFFKALFSSEMKEKAEKVVHMDEFQPEILEQL
LNYMYGGGINIGKENALDVTISADFLMLSELKEKACEFLISDLKSENCLFSLYTAEKYSFRELRDSAQKHILENYVAVFT
SSAFVTLKIEQLLAIISSDDLVAREEKVFESVLKWTKHDKEKRRRHFASLFSHVRLIFLSRCYLITQVEQEDLVKNDETC
FHLVNAAKEYFSFPKGAISSDLCLQPRACQTAILLVGGWQENCDVTASAKVFMPSIKQVFELSPMAVPRNNHGIAVHEGT
IYVVGGTTKDGSVTRAAELFDPRTNSWSTVMSMRKEVAGAGVAMLGDFLYATGGRDAEGWPQSIVQRYNTKLNKWEFVSS
MTSSRTRHCVVCCCSHLYAFGGYCSDDDLPLNTAECYDHVKDCWSAITSMNQRRSDASVVSLHGKIFVMCGEDVSSSPVK
LSFCEVYDPQSDTWAVIPPSLQPRSHSGAAVIKNHIFLLGGVNKNNRELKSVECYDTNGCAWTIVANLPMGIEGFACCTI
TVPGELMPVLV*                                                                    
>Adig_20016v115756                                                              
MALNTEISESLPTLENVSYPRDEESDSKRRDDEAGSEQQEKESVEAAKHPFSEPWEESDLILAVEEETFHVHRQIMSIHS
PVFKAMLKSVGIKEDMATEIPLPGKKADEFLDFLKILYLKEKEGIECK*                               
>Adig_20017v115757                                                              
MALSAEISESLPPLRTLEIVDDYPEDEESETKGRDDEAGSEQQEKESVEAAKHPFCEPWQDSDLIFVVEEERFHVHRQIM
SIHSPVFRAMLNSVGFKEATATEIPLPGKNANEFLDFLEFLYMKKMDEVQLNQVEHLLKLADEYQARGIVDVCVKMLKSE
ARCKDNAVKILHLATCTPTVRDDERLILVREQCCELMKNMELKETQGKESYKNLERDALERVLVKRIQRLETFVKEIHPQ
FIGLVQCCLCNLPSALTMMFIKRHMVNVKRRHAYINAIETVFSLKVFATSSNTAAESQNLGKFTHRSHIMASSTSGETIE
EPTVKHEQVEVAKHPFCEPWEDSDLIFVVEEEKFHVHRQIMSIHSPVFKAMLNSVGFKEVTATEIPLPGKKPNEFLDFLE
LLYMKKIDEVQLNQVEHLLKLADEYQAGGIEDVCVKMLKSEPKSKDNVVKILYLATSTATARDDQRLFHVREECYELIKD
MELTETQRSESYNDMEKNTMLFLAAFANNSSPRIYEFTHRSHIMASSASGETIEESTEEHEQVKVAKHPFYEPWEDSDLI
FVVEEEEFHVHRQIMSIHSPVFKAMLNSVGFKEATATEIPLPGKKPNEFLDFLELLYMKKIDEVQLNQVEHLLKLADEYE
ARGIVDVCVKLMKSEAQSKDNAVKILHLATCTPTVRDDERLILVREQCYELMKNMELTETQGKEGYKNLERDAMERVLVE
RIQRLETFVKKIYPQFIGLVEGSLWCVFENAKQPCFLLKLFATSCNIAAESQNLGEFTHRSHIMASSTSGETIEEPTVKH
EQVEVAKHPFCEPWEDSDLIFVVEEERFHVHRQIMSIHSPVFKAMLHSVGFKEATATEIPLPGKKANEFLDFLELLYMKK
IDEVQCK*                                                                        
>Adig_20037v115774                                                              
MFYGQMSDTRDSIELPDCEYEGVLELFRFIYSDEVKLTGSNVMHVLYLAKKYLVPSLAEKCAEFLRKNLDGSNVFAILPH
AQKFEDKDLEDRCWKVIEMRTDEALTSDGFVVAERSLVQSVVKREGLHVKELELFKAVNRWAEKEMEKQGIVSDGKAKRR
IVGEEILKEIRFPLISLKEFASFVIDTNILNVQEVGDMIKHYCQVLTSPLPYLQSPRISVVKGVYRFKRVLEVVSSPPCV
RSSLILSVDKAIHLHGVGHFGHSKRECTVSMEIKEKRSNSILVKKSGTYSSETPLHYSYCCFDVLFDTSVILEPGMKYEI
SSTISGPSSVGRTIGSKLGPPTYSWSGVDGQKLVNFEGVHFTFSASDFSNSETIVQCDQFPFFLVTHSG*          
>Adig_20124v102105                                                              
MGSTVSYLGSSVGGKRKYSECDTGDDGGCQTDEDAVVDVVKRKRLKNTCDYIYQTLFLDGEGSDVTIRALGKDWKLHRIY
MCQSPYFQSMFHGSWKESNEEVITLEIPDNNIDIEALNTAFGSLYCDEVTVSPVQVIPLLAAANLLQLIGLSDKCAEVMM
ETINRATVCTYCLAATQYCEATVKSKCVEWLERRLTSETSISLLKDISIGLMSEIVNSQELFVMQIEKGKVMFVSLKVMK
VERLFRPSDLSGSIML*                                                               
>Adig_20125v102095                                                              
MDLSSDIQTDDWQSTRETVRERNKYMFLNPMMSDVSFLVQDSTNKESVKVSLPAHKYVLAISSPVFFAMFHGVVAEQSRQ
IELPDCDSECLTEFLRYVYYDELQITANSVLGVMYLAKKYLVLPLMRRCGQFLEERIDPNNVFETLTRARQFREEELEKR



CWFIVDLNTKQCLESSSFLELDCAVIKSLLRQETLRIEEGELFKHCMLWAEHQCKKEGVEASGCNLRTILGDSLFCLRFP
AMTQRQFAEQVVPRGILSDREALNVFLRFSSIKSDVSFPCVPRNGRPMRRCCRYSEAPSPHHWYRPPSSGTGRREEVLSF
TAISASPVYIAGARLFTRTLGLTDADNRQDKVQLWIKDESQDKVIGFTEGEYSPDNSGAYSGDGIDIKFNTAILVRNGVR
YSLRCVISFSQSVTSNRNTPQKDVVFDQTKFTFENLYYGSHFIEVLYYTPWSK*                          
>Adig_20154v102124                                                              
MRLVGSLSPYYKPRIYVLAESDRMSAEKIVNFEKIKTYRSSSEFKILRIPRSREVHQSWLSTILTTLNAVFFSFPLVFGE
KPDLLLCNGPGTCIPICLAVFVLKVSGLKDVRMVFVESICRVKTLSLSGKILYHFADHFFVQWKQLQRKVPQHIISRKTY
SEPLQRGSPMAGPHKYSPVSFAQISPNRADEDSCPSPQYYFTDVAHSKDLVNGLKFLRQDEDLCDVVLRVGNISISAHKV
VLAASSPYFKAMFAGSLSESQQDTVTLQELDEHAMETVVDFFYSGEIEISENNVQDLLPVTCLLQVKSLQQACCEFLKRQ
LSSENCLGIGAFADRHNCGDLVTMSESFARHHFIEVVQGEEFMEISAQQLTRLLSDDDLNIQSEERVFEAALAWIKFDSD
VRQEFATEILSYVRFPFLSAEFLMDRVATEEIVRNNRACCDFLLEATECHLLPKRKSQLHSQRGAPRKPTTVNHAMYAIG
GMSRREASKSGEKYDPRERKWKTIGGFDGSMPLNTAEYYDPKVGKWTEIARMNQCRFGVGCAVLHNMVYAVGGSDGTNLK
TVERYDPDRNTWKMVAPMSTARKQVGVATLGGFLYAIGGCDHGHRYDTVERYDPCKDEWVNVAPMSTPRSGCGVGVLDGF
IYVVGGYDGTSYLSSVERYDPLSNEWHAAPPLSQPRDCVAVCVASCRRTFGNKRLFETSPNRMPPV*             
>Adig_20371v116014                                                              
MSTLTNKTKMSTPKNWQTTRPTIRERTTFLLNNHRFSDAKFMVRESKGKGGTESKKVISAHKFVLSIGSPVFEDMFYGEV
AETRAVIELPDCDYESLLELFRYLYSDEVNLSVSNVMGVLYLAKKYMVPSLVDKCSKYLRHNLNASNVFNILPMAQKYEE
EELIDRCWKVIDNQWKEAKKSDGFKTIEHSLLEAVVSRDTLTIEEIELFKAVDLWATKKCKMQGLNANGEEKRRILGEKV
VKAIRFPVMEEEEFAAVVPDTNILTPDEVINLFKFFNSAVDAPRGFSKTKRSGSRATSRVRGSQSAKLSLSRSFFRDDL*
>Adig_20372v116015                                                              
MSAPKDWQTTRTTIRERTTFMLNNHRFSDAKFAVRESKGKGGSESKKVIPAHKFVLSIGSPVFEAMFYGEVAETRAVIEL
PDCDYESLLELFRFLYSDEVNLSGSNVMGVLYLAKKYMIPSLADKCSQFLLDNLDASNVLNILPMAQKYEVQDLNDRCWK
VIDSQSEDVTKSDGFKTIEHSLLETVVSRDTLTIKEIELFKAVDLWATNRCKMQGLKANGEVKRRILGENVVKAIRFPLM
QQEEFASVVLDTNILTPDEAINFFKFFNSAVAAPMGFSKTRRSGSQAISRVRGSQSAKQLPTGYLKDDCQQQPSPGPAMR
LVRGIIRPSSAPKPASASYGDQQWVVTSPAVLGQRRQPHIWLQQQNAQAGQQHIWECPVCTALLPPHIDKDQHVNGHFG*
>Adig_20815v116383                                                              
MDRVKLVIVGDGGVGKSSFLISATTNHFPSDYVPTVFDNYSSNVIVKGKPISVSLWDTAGQEDYDRLRPLSYPQTDVFVV
SFDVRSRISFQNVRAKWIPEVSHFAPNVPILLLATKTDLRDGYNPSLSDRQIVKSKEGKSLADSLGVTYAECSSLLNDGV
QQALHTAVELAVNNIHAPRCFKPSYRGFKMSKKKTSNFDNENKLLPPVLPPAGLAPHVEVLTSSFASEWHTMMSDTGSAD
VRFLFFDGQHIDAHKTVLITASTIFENIFLNKVTLACKSYADILDNIYWVCDDKDCCPNRIHNEEICIGKGKTVITLHKS
LSKNIFMEVLTFLYTGSPDLAGNEDVNFVKEVQSVSIKFQLNWLETYCTNILKGESFLNPSIGTWINDSTGLAAKKLFLN
KELQADVKFCVKGSIVFGHKVILKARSEVMAAMLSGAFREGDLNTEINIQDASLESFLALLEYLYTDHAPIEEGNSVEIM
VLADRFCLPRLVTLCELYITKKVDRAVQKKVADGTSDVIDLLFTSQAHNAKQLSGWCLHFIATNFSVFENCEEFHLVQGE
NRDYIDEHRWPPLSYIKAQEEYEMKVKSDRDQSKCSIM*                                         
>Adig_20908v102318                                                              
MLEKCAYQRKPKFQSKIPEEAASAKKEMADLQSEAKVALMQERQNEREMEKERESEPSDVSNELDSGIFEDKKKVQSQQD
LALFTDKSISKSQICPVCSMELLTTESMNVINDHINNCLDKQMNNNSYIMLENGFSEPPGESMGEDVFFCLLCQKDLSKM
NSQRRGQHISRCCDQSSKGERIPPSNDSQSQRLNSLQCPICGKGFKLSKTRQSHLKKCAQDYGVNTNQLLEIMHREKQQE
DLTIGTTVLTLPPIKPHQASRVKRKRVGGGKKEDLDEETQIALALSASIAPFPLHSDPCTKKTVKVKGGKKRGDNELPPL
LLRDNESAQRAVALRAAQVLCTKDNGDDDEDEISCTPSLAPSRFVQSNLACPAVLSVGNLENNFDSSRASDEKEDVDNDP
KEAVKIDEGGNCTNETCESSFTVDPEFSKSFLNSLYSAEIEEDSDVITKVPRPSPLWSLAGLMEPPSFTYVVPGLLPPVS
PQKGKNLLEQSTGPESRGINENASIKCGNAKTNQGGNLEETKELSKSAVQHQTITTVTEKCAEITSSQVADMEILLELAQ
DDEKSNISLDSQHVIPTSGFCIDRQVKVEEVDIVPSGVPELLQDLSSMINNSFLSDVMIKLQDGQEMVAHSFILALRSEV
LAQLLTEQRAVCEGTTCNGSWTGKFCLLFEDVNKDVFEPVLRHIYTGDVSMLNTNDLDEIAKLAERLRLPCLLKTCKATR
EKLRSSFGSDQDDGMADFATTQLDKLEENLWRDKNINELSDERQASANKLDEGEFLNDDDIEEIMIFQTQSLRRKGSLEW
GNVEQRQSCSHEKNFDNGELFAPGVNGNRGLQKEAEYDNLEVKNESSMKENALVLPNLIEGLNSSRDTVLINGAQRGNIS
SKLDASVSLSHNIATVNEKVDAVENTNNICGRNERKEMIVGLSTVHGKEYIEEDRVIAANKLRGEMSPRAKDISRMSDFE
NTQYEFHGRHRMFTGDDGQLSPDISKSVIDIEALPCNSTISNDKAISTGSRLETKAKMECFSFNEVPSHRNDNAGIGNEP
QNEPIVINVPIDLSSENVQGVNGDRLLEADEKREAFSDFTSLANQEHSSQVWLSVLPEEGCVEYTNNNGSPEEATLLEDD
EVGESAVDGSITLISDNDDEEAVDDSSPVKKNLTIVPETPRISRSLPQSKSSSTDTYSEENDVDGDNEVTYTGSSPSKTQ
KKLRDEAIEFLSMLKERVGSGKGKKSRNKKSSRRESVKRVSPAKLSSQCTEENQERKSPLSPREFRSQGSSQLGHFSRMG
DISPLEELPCDFGSSPIWENDDKPDCFTVDKSPPRSPVHVQPNLVLAASEPESNKNCSVSTPCNPTFGRNNSGYRGCVST
RLTTADLQNCVDHEVLDVCDEKTEGNFDAAATISTFQDVMSPLVPSPDLLRPRSPTLPISPLPPRVVLSPDLTVTNCKSP
LPGGCPQSDSPMSPSVCSFSSQQTALGLQSEKRECAKKLDLKQGSNSTESVKPSISETFDLNIPLMERIKAARNGKKMCL
LTNVEEDSSDNSIDSDSIGDENDSKDKKSSIDLRLQDAGNAASGEINEMRDVTTVTDFDFYDDGGYNFDIDEFDIVDNCL
ENINTEANLESGEGTYLKVTEVLPGNKGGKEFVGKKKISASYRSNDDIERASVPKKRGKKMDSKSHQTPAPTVNEPVTPM
PNYHTMDTPTLKETKNDPHAVGVLSSKTAGSCDVDEVSGSGTASSDESGVEGDTEFGDCTVMIEDEAPMELVSLHKNLKQ
DGISCGLGKLVDFLDEQCITFTTAGSNARTTKRRRRKKKPEN*                                     
>Adig_20934v116456                                                              
MVNETESYPGTLEVVHSNQLLKGLNQLRQRRELCDVELCAGDNRVSAHRVVLSACSPYFNAMFTGKLLESQKQVIHLKEV
DENALHVLVDFAYTGKARVTQENVQLLLPAANMLQLSRVKEICCHFLIQQLHPSNCLGVTKFAETYCCQTLQTKSSKYIQ
DHFQEVIKHEEFFLLPPSRLIELLQDDDLNVISEKVVFDALLSWTRYQLPERIPLLGNLLNYVRLPLLTVRFLTQIYETN



ELIRGDRTSQVLLSEALKCKLVLEKRVACEKTVYPRRAPKRIFALGGKNGLFATLSSVEYYEPEREKWIEVASMNFRRFE
FGAAVLDGKLYAVGGLVCGIGVHSGAPFRYCDNGSECFDPETGHWTRVTSMNQSRSNHTVQPLDGLLYSLGGYDGNSYLN
TVECYNSQTKQWSHVAPMHYSRSCFATAVCDGYLYALGGYGPSYLRTVERYDPSTNSWEMMPAMSTYRINFGGDVLNGCL
YVVGGHNGVFHLRSVERFDPVASEWAMVTPMNRPRTGLSVTVLNGLLYAVGGHDGAGYLNLVQSYDPQTNKWQNMKNMCS
SRCSFGIAAL*                                                                     
>Adig_21410v116812                                                              
MAEERNRKTLVVSNKEYKEVLLKTADQLRKEGVLCDVRILVDGHGFLAHRSVLAAGSAYFRGLFTNDMKEKELMECKLDG
LPSSIMETLLSYIYTGNVTLTEENTESLVSASDYLIIEGLKNIGCQFLESLLSPSRCFGLRDFAEKYSCEDLKLAATSYI
VKHFTEACDTEAFKEIEFKVYSDIIARDDLEVSREEDVYETLITWVKHDLASRREHFDELFGKIRLSTMSKRYVIDQVEK
EELVSSSFHSTKLVLQALNSFVLHSYDVQEPARKNLERHLDVIAVCGGNLSKEATCYSPERDKWMPLAYMLRSRDEHCTS
VHDNVLYAFGSTQPENGQSVEQYNAHTNTWLAVANMPQMRCAATAVTCGDHIFIIGGRIPNGGSTKEVLRYDADINKWFV
ETPMSYKRSGLCSAACGGFVYAIGGLSDRNEFLRTVERYNSRKKVWSDVSPMQVARYFACAVEMNGKIFVIGGQSSTGAY
LSSCETFDPVTGDWASLPNFSVPRQAAGVTKLRNRIFLFGGYNNSGSLDSVECYDERKRSWETLTKMPFKRSWVQCGVLR
VAKDLFPLNS*                                                                     
>Adig_21746v117061                                                              
MRGRRTTASKPYVSRLFGDTTLSDVFFIVKNVEFQGHTVILRARAPNFCQRYLPSHSSSVSVKTFIQIHGLEATEFETFL
RSVYIDDNFKDYDESSHPWKKQSTSSDSEEFVDGFCPKSGSLCSDLQSFEWSNVEKTSMIIQSLSQQEDKASIESDYTSD
TSSLEETTISRNTVIDCNENSLCPQSHEFEDISKLSQLDSWECFSGAKITDVGCRNSASLNDALLVNDSLIMNSASLDQD
TSHFDSCGLVDSLDKMTVEESPGKYVSIGTQTITDIGANGVSVLLSDNAAHEEKDVNDKPSLSAENNHPVAKLKEEKTIK
ISVKDLEVSLKV*                                                                   
>Adig_21823v100187                                                              
MATVQENWQVNCTSISQRIKYIFNTALLSDVKFIVPVSNGESESKVIPAHKLVLAISSSVFFAMFYGQMADTRDSIELPD
CDYESLLELFRFIYSDEVVLTGSNVMNVLYLAKKYLVPLLAEKCAEFLRKNLDASNVFIILPHAQKFEDKELESRCWKVI
EMHTEEAVTTDDFVVAERSLVESVVKREKLNVNEVDLFKAVDRWAEKKIEKQGIASDGNAKRRIIGEEILKEIRFPLMSL
KEFASFVIDSNILNMQEVGDMIKHYSQVLTSPLPYFQFPRTGVLRRICRFKECFAHDWGYVGNLDLLILSVDKDVHLCGV
QHFGREGFEYAVSMEINDAASNLSLVKKSGTYCSTKDLDHFYYGFDVLIDTPVILESGRKYEIRSMITGPPSWYGEKGQI
SVNFEGINFTFSSDEVELTGSNVMNVLYLAKKYLVPSLAEKCAEFLRKNLDASNVFTILPHAKKFEDKDLEDRCWKVIEM
HTEEAVTSDDFVVIDRSLVESVVKREKLNVKEVELFKAVNRWAEKKVENQGIASDRNAKRAIIGEEILKEIRFPLMSQKE
FVSFVVDSNILNMQEIVNMIKHYSEVLTSPLPYLQSPRTEVLRRVCRFHIFYPPLWGFVGDFDSLVISVDKDVRLCGIQH
FGSKGCEYTVSLEIKDAISKLSLAKKSGTYCSEKDSDGISYGFDVLIDRPVILESGKRYEISSIIRGPLSWHGANGQTSV
NFEGINFTFSRSASRNSGTNVEVGQFPAFIFTHPG*                                            
>Adig_21986v117268                                                              
MLVDKKIDAEMNRLEMATVDENWQTNCTSINQRTKYIFNTALLSDVKFIVPVSNGKSESKVIPAHKLVLAIGSPVFFVMF
YGQMADTRDSIELPDCDYESLLELFRFIYSDEVELTGSNVMRVLYLAKKYLVSSLVEKCGEFLRKNLDASNVFAILPHAQ
KFEDKDFENRCWEVIEVHTEEALTSDDFVVIERSLMESVVKREKLNVKEVELFKAVDRWAEKKIEEQGIVTDGNAKRRIM
GEEILKEIRFPLMLEKEFASFVIDSNILNVQEVGVIMKHYNQVLTSPLPYLQSPRIVALKRVCRFNNFKQHTADGESGSW
NYGSGKPDNLVLILDKDVRLHGVQHFGREGCEYTVFMEIKDATSKLSLAKKSGRYCSEKDSACIYYGFDVLFDTPVILES
GEKYEISSMIRGPQSWSGRQGQTCVNFEGINFSFSRSASPSNGTNEQCGQFPVFLFTGSG*                   
>Adig_22245v117472                                                              
MVAHSEILLSKCAQFREQREFIDVRLKVGADEFPAHRIVLAANSDYFHDKFAHGMKESNQEVIDLKDEFENISAAAMKIV
MDSIYSGEINVNDENVFEVLTAADHLQVATVVEQCCKYLIQLRSDVQTYCRVIMLADQHRLKELKEATESKMASVYKEIC
EKEEFLSDMNSDVLSPLLCRDDLSAPSENFVFQSVMQWIKYRKEERLDVAAKVIGAVRLGLVDVKDVIEELDTEEMQAIS
EVNMLLQRTLIYNQWPLRNPAFAMKKGKPRSMSSELVAILPKSEVCYFDVQSKTWKQLSSMQNLAAEARECYCAELIGNY
LYVAAKINSDHVIGCYDIVRDTWSTLPPIPGLSGIQIGSLCHIEDHLYAIYKSSAPYRYNILSATNEWQSVAGSDAVCNL
TQKTFCNKAAVVYKSCIYVLYGQANIMQGDVDVFYSEVSSSVLYCFDLKEDAWEQKASTQTPHFASTLLVVNNNLYVGWG
EMLTPIIKFSTIWPSSSW*                                                             
>Adig_22586v117776                                                              
SNTNLQMASTLENVAYPRDEESESKRRDDEAGSEQQEKESVEAAKHPFSEPWEESDLILAVEEETFHVHRQIMSIHSPVF
KAMLKSVGIKEDMATEIPLPGKKADEFLDFLKILYLKEKEGIELNKMGHILRLADEFKVEGVHDFCSKMLRDLPKSKENA
VKVFFLSTQTVMAREDDRLESVRLQCKAIVRDMDLVDIQGSGVFKKLNKEACESLLVERIGRLETHITEVYPQFVGLAEY
CLHLGLKCSLPGLVKCPEHFINPKVNTTLPERIVSCSHCKKMIDKLVQFSLESEGHGHVYGGDHHFNSDLISIVKNFTTV
MRTLQRKTSLSVFQPDFSFGTGPEPPRPVEAVQPATRKRICGSGSGQPFGTGYETSSVSFASLAAASSKIPDHFKSQTND
IH*                                                                             
>Adig_22587v117777                                                              
MASNTEISESLTTSESVGYPRDEESESKRNNYEAGSEQQEKESIEAAKHPFSEPWEESDLMLVVEEEMFHVHRQIMSIHS
PVFKAMLKSVGIKEDMATEIPLPGKKADEFLDFLKILYLKEKEGIELNKMGHILRLADEYKVEGVHDFCSKMLRDLPKSK
ENAVKVFFLSTQTVMAREDDRLESVRLQCKTIVKDMDLVDIQGSGVFKKLNKEACESLLVERIGRLETHITEVYPQFVGL
AEYCLHLGLKCSPSGLVKCPEHFINPKVNVGLPERIVSCSHCKKMIDQLVQLSLESEGDEHVYGGDHHFNTDLISIVKDF
TTVMRSLQRRTSLGYAENLGIAGTAPFEATSHAATALCESKATTETVKSGGVGVNFGKSAYDFSKALGSVAPAPFEGKTH
CGTSIFGGAGKQTSGKSSRSIFNGAGLVQETNSAPKFVFGVQKMK*                                  
>Adig_22739v102776                                                              
MDNMLNILYTGKCKTDQNNIVAMLSLADTLGIQDLFSKFAENIEGNKLSSSKRRVFNCQYQDALLTKLSSFQMGGLFCDL



TLTMSSGKVVPVHKNVLASTSCYFKGLFRSEMREVHERNVYFGVIDEAIVEDLLKFVYLGEINITFDNLRSLLQASDYLL
IEPLKRQIIDFIKENSTSSNFWKVYSLVRSFDCLDEVYQEMVNFVCSHFWSIATSSEFLHITDQDVRWFLSNDDILSSEA
QMLESLIRWYKHSEEDRKESFRRLLNLIHMSNIPDQYLKNLAMEQGIDELNRFSGYKLKDNVAMEDLLKTSAFHNVVLFG
LTHRLHYTHSYNLCYWLPFAGPWSLIARIPHNKSMLANGSPLVYTNSGLYVQVPWNNPKLAFHRNPLTARHLMPNSGVAP
TSEIEPSAPMTFDCAAVTMGKYIYLIGGMSMQERTEVKTVQRYDVEKQSWSSVADMREPRYELTAVNYKNKYIFVFGGID
GSSHRECLKTVERYDPLVDRWSYVTSMHQPRSSAFAFVHNERIYVIGGERGEDVTPTDCELYDPLTDEWQVMRIQVNTLY
TPRGQTDQGSFLYHPATENKEPSVGKSCAGGLSVLSNISAQHDQPIFNEAKITRPYVTCINGSIVILDFSTCADGQRKAN
FYFLDPESGNFRILQSLFTWPTDISYGALMPLSRKDMIKALKD*                                    
>Adig_22765v102787                                                              
MVAHSEILLSKCAQFREQGEFIDVRLKVGEDEFAAHRIVLAANSDYFHAMFAHGMKESYQDVIELKDENISVAAMKIVMD
SIYSGEINVNDENVFEVLLAADHLQVTSVVQQCCKYVHTEVVGLRFDVQLYCRVIMVAERHGLKDLKEATESKMASLYRE
ICEEEEFLSDMNADVLSALLSRDDLRAPSENFVFKSVMQWIKYRKEERLDVAAQVIGAVRLGLVDTSDVIEELHTEEMQV
IPGINMLLLKTLIHNYRPSSSSTFALERGRPRLMNPFGFTTHHPQSGVLHILTTESKFIKRKVLVAILPEGIISYFDVQS
KTWKELSSMQQLTKVQECFCAELIGNYLYVAAKSNKNFVICCYDVVCDTWSTLPPIPHSSGIQIGSLCHIEDHLYVIYKS
SSPYRYSIAKNQWQSIASSKAVCNLDQEAFCNKAAIVFKSCLYVLYGQGQVLWEISAYGCSSHPDVSSSVLYCFDPKKND
WEQKASTKTPHYGSSLLVVNNNLYVAGGHCSLQSSRCGGTSFPAGDPAAIEVYNDQGNLWSVVKQTHIPKNKLGAVKIDG
RVYFIINSFPIDSGITIPPGEVYPVVLDGWVNLGMVNRKAVLCYVPVKTENHTIEDE*                      
>Adig_22767v102786                                                              
MVAHSDILLSKCGQFREQGEFIDVRLKVGEDEFAAHRIVLAANSDYFHAMFSHGMKESNQEVIELKDENISVAAMKIVMD
SMYSGEVNVNDENVFEVLTAADHLQVTGVVEQCCKYLETELVELGFDIQFYCRVIMVADRLGLKDLKETTQRKMASMYKD
ICEKEEFLTDMNADIFSALLCRDDLRTPSENFVFKSVMQWIKYRKEERMDVAAQVIGAVRLGLVDIKDVIEELNTEEMQS
IPEIHMLVYETLLHNCCPTSVSEFASVKVHMAPRSMSLVLSAICPKRVISYFDVQSKAWKELSSMQQLTEIEEYYCVELI
GNYLYVAAKINTGVVYHYVVYCYDVVCNIWSTLPPIPGSSGIQISCLCHIENHLYVIYKSSTSYRYNIATNQWQSITRSK
AVSELGQKTFCNKAAAAYKSCLYVLYDQQERQWINNKWLSYTCDSMLYCFDAKRNVWEQKASTQTPHYGSSLLVVNNNLY
VAGGSCSFSLASYEPSGSSAAVEVYNDQENAWSVVQQTHVPPNNLGAVEIDGRVYFIINSFPVDSGITIPQGKACPVVLD
GWKNLGKVDKKAVLFYLPIKTETLKTENEQGELKS*                                            
>Adig_22936v118070                                                              
MSIHSPVFKAMLNSVGFKEARATEIPLPGKKADEFLDFLELLYVKKMDEVHLDQVEHLLKLADEYQAGGIADVCVKILKS
EPKSKDNAVKILHLATSTATARDDQRLFLVREQCYELIKNMKLTETCKNGKSLEKEIWEKVLVKRIQRLETFVQKIYPQF
EDLVELSLSDSLREKKISPCPQHFSNGKANEHLLRRMKDCPVCRQMICSLKKSQEASAFSSLFASANSANYFASTAINRN
EDLGEKAMKTILDFEKIIGV*                                                           
>Adig_23241v118315                                                              
KSQHVRLLLRNLAEMQAEGVQTDLIVQTKSKDLEEPFHSELLAACSPSMKQALAGTNYDLTSAISLGHITANQLKAFRDF
LYKPETILDEEIVADLEQFAKKYRVHSLAQLCGQRKHQREGAEGMTVWAKHYEDLLAQLYEMFQKRELTKAILKGDEESC
EIPVHGPLIGAASPVFRDMFCNELFCQEGQKYRLRGISSKTLNCLLRYIYTGEVTVDGATVQDLLQNSCTYKIPAIISAC
CDWLSPSMSAYNANFWDMLRETESEDTNNLDREAKAFIVENFTKICEEDDEYYDLEYEDLKEILQDDNLGVDCEEAVFNA
VDTWVGADKEVRSRYFCEVPLKKDGTPDRRFKVNRNTLKSRSQGNTVEEIATSDMRENGIPRKKDGTPDMRFKVNKTAPG
SSSSSCSSPRPSSGESIGPLKSDGTP                                                      
>Hmag_XP_002161530                                                              
MENQEGPHNLNRQQHVNPPQNGRTSPVGAAFPNVNFEAYLDTLEDPSANGTYNWQSSRPSIKERIAFLFNNETLSDIYFI
LGKGTAVQRRIPAHKFVLSISSVVFDAMFNGGFASKTSNEIEIPDIEPASFLLLLKFLYTDDITICPDTVMSTLYAAKKY
AVPILEQKSVEYLKSKLGPDNALTLLSQARLFDEPQLAEMCLNCIDKYTVASLNAEGFTDIDADTLKIVLLRDSLSAREN
QIFDAVVRWSEVECRRRNIEKTNENKRIVLGDLLYLIRFPLMTLEEFANNAAQSGMLTDREIVDLFLHFTVNPKPNVKFP
DRPRRCLTGKEKSVIRFAKTEARWGYSGTSDRIKFMVNRRIYVVGLGLYGSINVPTDYDVNIQIINSETTAIVGYTDTKF
SCDGTDSLNRVMFKEPIEILPNISYTACGTLRGLDSYYGSKGMKKVIIELPNHEKVEFKFSYAAGNNNGTSVQDGQIPEI
IFYT                                                                            
>Hmag_XP_002161103                                                              
MKKSMLIWKEHAIAVNLDPVPSENAAGLEVPPKVPAPVAENWCYTHVKVIKFSYMWTINNFSYCREEMGETLKSSTFSAG
ANDKLKWCLRINPKGLDEESKDYLSLYLLLLACNKSEVRAKFKFSILNAKREETKAMVKLLRLNQVSVVADSVNVSGQSL
MSNLKVPDSNLAANMNTLLEQGQFSDMILKIADTSIPVHKAILAARSPVFAAMFGHDLEENKKGVVTITDLDIDVLKEML
KFIYTGKVTQLETMADTLLAAADKYALERLKVMCEEALASNLSVENVCDVLILADLHNAQQLKSVAIDFTNSHAQEVMEL
ASWQRLVKNHSNIVAEAFRALASVQSFSCSPPRKRQKTARVEPCV                                   
>Hmag_XP_002160795                                                              
MDVFIEKENMRLHHKCVLLCLAPTLYEFLFLSENVFSKIFDFPENVPQIERNSLRIVYKQNEQDVICTSHEVDITSILNS
AVHSDVAFKINNDILHCHRCILSVRCEYFEIMFSGHWREKDQNVIPINGMSMSTLCTVIEFLYNPKIKLSEDMNLLEIAS
AADMYMLLGLKDYNIKKKTMEINTRTFVVIFLILLFDLLAFTIILPLFPSIIDHYDTINKDGESSDAWLEYIHELLEWSR
KTLKMPDERRYNNVLIGGILGSLFSFLQFLSSPIVGACSDIFGRKKVLLFTMFGTTLSYIIWWKAVTFKLFILSRIIGGL
AKGSVLLCTTMMSDITTKENRGKGMVFIGLSFSLAFISGPLIGAYFASQHRDKLAESFEKPAIVSMGFQLVSIFITVFFL
KDTLLSKEILELQGRIAVRGSAAAKNYHILFGEAHELPNVYLPTHKQESALAERRLKRKSVLRSTNKISNRCVRVAEASD
SDNDTVQTTSDSETYSPYRFGTSDRAVAALVSATLVDFSLEHMGPVDRNKIRRERKLLRSAYKNTDCKISGLYFDDPGSR
YIDHSSPVSGEEWSIYLDPAKSIAESILDTVDCNNIVCIGSDSTNINTGLNNGVIRRIEIELGRPFHWSICLLYLNELPL
RHLFSSFDGATTGPHSFNGPIGKSISKLLQPPIVNFAVIAGEPINCDKDLLGSDQLYFFKTINAVKTGILPQGFESRLPG



RLNHARWLTLASCVLHLYISNVAPSNELTLLYRIVVQQVLKRNNNPAHIESIILAMLTDNRQVIRKLALKRILHAWEDDM
PNRKFQIPEVRLQATSYEELIDWQTTSRLEPVLTKHISTAQILAWLQSDEGIVVDIEPFPCYNQSVERLIKIATESASKL
SISDGLKKVMKLVNPFSLFNFSSSKECGYVRRIKVNKEKNAIVQVSQDIRGF                            
>Hmag_XP_002154764                                                              
MDKNIWEFNKKFDITFLVEGEELYVHRYVLSSSSPVFKVMLESDNFVEKNKRVISLPNKKKENIQEMLNYIYPFGHQISD
ETNIDSLLILSREYQINKIHNLCEEFLLKKEPTFELLITAQEFQLKNIENKCIEYFSKKALISLENYPKYNELSEDNKLQ
LAERQNMTLQAACGKARKCQLHPMQMLWMISSQLVKYIVYQLQTPYVTAMTKHSQ                         
>Hmag_XP_002157627                                                              
MAGPLPSGWEARYDPNYKRYFYIDHSTKKTQWEPPVVPTSGFGLTIPKAASQSQTQQYQQMPQYPQMQQQYQRVQQNYPQ
QQQIQQQHVQPQTLLRQPVQPFTSGGSLSQQYPQMQQQYQKVQQNYPQQQQIQQQHVQAQTLLGQPVQPFTSGGLPLQEV
SKTQNQYKPTQMVQSCCTVACPATVTQVTVAGASSSSGISTSTGYRSNASNAPKPGMSSSKDVNSDISDAQQNELLRQLK
NQLDLYGVLDAAIIETLAAGNYDLALTISIFEGMGFTKKGEQKTSSSASRFEEEEKKAKLEAEKRRKEKEEVKKKEEEKK
EKEIRKKEQEKLQKDVETEARVKEEEARKKEEEIRNKEVERQASSSYSTVSSATNSNLLNKLVYSGNANYFNNSAVTSKD
DATYQLQKKITAVGSDPTLLSENRIQTKGGDISLVAGPLQRLDNGKVKSLAKGSLVEPVGSGMIAKGIKKTDFVKIMFVE
VAGGDRVCLREPSYSKNVMSSMAQFRKDGTLCDVTLNVDGKKFFVHKNVLASCSEYFKVMFASSLIEGTKSEICINTVTS
EVFEELLDYFYEGTLKMDMHSIVDLLHAASLFLLNDVISECFRHLNRQMNATNCLRIKEREILKTSLQELKSLLLSDDIV
CQSEDSVALIVEKWLRERIHELEESQIRILFKTIRFPFLSENGRIKLMKFMEELDVMYPDAGYASILSFEQRHQARHFRR
CSLTCRASQRVETVIFCVNKRGETFCYNILNHKFCRLERFPEYRLPGYLNVNNNVLYVTGGSNGLTTVFSRDVYSYDVTE
IKWNKLMPMVNARDQHCATFFQDNLYVIGGRNLQNFVENLSKKVECYDVAKNVWSTVADTLHGRVNSCATSSHKYMYVIG
GNQNVDGIDASETVEKYCIRKHSWELLPNMCQKRISCSSVFYNDKLYVFGGSNGFFDLPNFEFYEEKSNKWTLVSVGVPG
PINVALAMDNEILTMGVSAWNDDSVYRYSAVAKRNCDVWTEIKEFIHPSHRVKHFKYAVLRISNYYFNKKLDGLCDCCAY
DPESSFDEDELLTSSNEDSDGDEWALHWGLWI                                                
>Hmag_XP_002155857                                                              
MGHAQSAAFNDKNQLKSSDLILPHDDSSKLVEKEKKKQSKKLLKQGSIRKKLSRTLRPIKSSLYSKQIRDLVQSWSITEI
QLLLKKYETLEAVRELKFLSDSARSINGSLQNDFCQLFYSKHQADTIIEYKDTLFHVHKIVLISRCQYFRSILIDINHSH
VKIDCDVLDVNISDFIDLISYIYCGYTNNNEILKTISVLEEKFGLLNTLENDMQKLFNSKERTDLVISYRNGQKNMFCEY
SEVLKPFDPTLKVDCHLSIVCSRSPFLKRLFETKYCNQTELTIPLLLEINDHIVPQPFLHVVMECIYFDQVSFNSIFNEK
FHESCNNNNLVYVEIAMKVFEIGQFLEIPSLMRGCEDIIVSNLSATSLIKILEWSSIDSKYVYRQAIHFLREEFIPLCKS
SFFLANLSKIHLLKVLESDFLQADEETILDSIITWCEWEIAKSGNPTIILTKSLPRHPCPKRYNITNDALREMVSSLVGC
VRLSHILTQNSVILSNACQQGLLQMPFTACDVVSSEKKLSSTVYWIEEMHHSDYLIYQERLTENKNTCDVNNLPSTLVEI
PLSITTCATSDERQSMPLVDIFKLSEDVIKNMVTRQKELMSSEQVLKYLTLAPDNVEIIAEIQLRVVREFDYPDELANEI
FQQYPDLVENFTNIPTKRSTLSMHRAAGNDCFSPIL                                            
>Hmag_XP_002162072                                                              
MDPKLKHTKTGTLVNSNQINKMKDDFFKTLKSLFKKTDFSDKVLCIIEEQLDKTKEDSNVHLKDPIVNNGSFLPKQISIP
IHSLVFCINSRFFRNLFYDSNMLETKENKVVLHVTPGDIQYVELVINSFYDPDIINNINTIKLLKVLEYADRYLCDSLLK
HGLSIVKNISDGEFLFSENSVVTCVLNWLEANETHQTEENIKALLSECRKWSGYLNWYINAVSYPSMQNNAAATSKRTNR
QKKITSSSTEFRNMVNHKKATKNNELCHKYELKMKYIVDTKRWISDKNMLYRVRITEPNIRSKFSALGNLLARFFNQTDI
LPKQGNGVIGKKLVVHCKDLQELINEVLLSRKVFSKPLIKLGIDGGGGFLKVTLGAIEKMPCEDDPPPCKKNLTTNSSKD
SGCNRQLIIAIAEDLFETYLNVQNVLSLIKPNPKDFVVSCDLKLANILCGLQSHSSPHPCTWCDVPSNNLAQSGNLRTFG
SLKSSCQAFDAAGRDMKKAKEFGNVVHPPLLALDDEQLVLDLIPPMELHLLLGVVNHLFKILMSM               
>Hmag_XP_002157473                                                              
MPPTVHKLLLHSSSISNKLPLPIGVYSEDALESLNKQLAEVKSKNERTNPSILENNITETMADKIAELEDRSRRNNLRIN
GIDESGNKSWNDCENKVKELLLTKLEIKDNFVIVIKRAHRVGKKDESENNKKHRTTVVKFLNYKDKTAILDKYIKMKFWN
DRLFINEDFCERTSRLRKKLFTDAKDLRQKASNLMSVMFTDDTNLFLSDNSITTLFRDMNMELTKISDWMSTECHETCFD
ISEQHHKLVFLKLPLLKKDKFLCDTTLVVGRKKIYAHKILLACSVPYFYSMFNHDVVESRQNVITLKDLDPESVESIIDF
VYTSKIVITQRNVQAILQVATMFQINLIQEKCCDFLESQLHPSNGLGIYLFAELYGCSKLKSRAKTYCNWHFSDVVREDE
FLNLSLEQVKWFLNQDELCVRSETEVFNAAIRWVSQNSQQRKKDLQYLLPLVRFNFLPKSFLSLQLETNDLIMDDEFSLK
LLFDALNDIEVKQLVATKRKPIGNNVVFYMGGYNRKSFASYGYFNPETETWFKLGDMCSPRSGAGCVSLGGLIYMVGGRT
NSLQGKSDSNSVECYDPYSQEWKNIASLNSSRHRLGVAAVDGVIYAFGGSDGMVHLNTVEKYDSEKNLWEPAPSMNTPRI
GVGGTVLNGVIYAVGGFDSENRLQTVESYMVGESSWKFLASLNTPRSGAGVTSMNGHVYAVGGYNGVAQLNSVERYCPYE
NRWTNISSMNERRSALSVAVVRNKLFAFGGYDGERFLDSVEVYDPDNGEWQLLNPMPDARSGAGVAVCIAPII       
>Hmag_XP_002161665                                                              
MDCEKLEEYSNHIQELCTLNSSKGEINHIQLLSSQMDSLFISKKFSDVTFIVDNQKFFCHRLILAARCEYFRALFYGGMR
ESNSTSDIVICDTSSTSFQMLLNYIYSGLVVLKTLKDHEVIDLLNAANKYDLLALQNAVGSYLESIISIENVTIIYDAAC
LYSLTSLKQKCLIFIDHNAIDVLASENFVSLSETSLLAIISRDSFYAPEINIFNAIVDWIKNNEPMLDKNSILKYVRLPL
ISLHDLFHVVRKSKLFNSDAILDAVQMKTELGVSDMPLRGYLDSETNLAQNCFGATVLSGEFCDTLFDGEFACYDLERGF
TRHLISDEKQGIVVALSRPSIINMIKLLLWDKDQRSYSYIIEGSLDNQNWIQIVDYSIYMCRSWQKICFPQRVIRYIRVL
GTNNSVNRYFHLVTFQCFYTSGLTHVKNGIIVPSCNVASVTASAQVIEGVSRNPNALIDGKTEAYDWEYGYTCHHIGSGC
IIVQLSQPYLISSCRMLLWDCDDRDYSFYIEVSLDCKNWKMVVDKRDVLCKRWQNMIFEPEVISFIKIVGTKNSVNEVFH
VVHFECPSSIECFNLTKS                                                              
>Hmag_XP_002164975                                                              
MDIDSWPASSNSFDAYDNKPSEEFIKCVVVGDTAVGKTRLICSYIFDQPPTSIQSLHLKPHIPTVFAIDQYVGNSDIRKR



GKTVIDGVNVELRIWDTFGDHEKDRKYAYENAHVVVVCFSIGMQSSLINVNAKWVPEIKKYCPRAAIVLVGTQLDRRYTN
PEMYKNALQVTTLTNILNTGGRFKLHSGFSMSDIIYAETARQISKEIKAACYIEVSVVSKHGVNAVFENSIRAALILRRN
SKLILKSHLKNIKTPHIQEPYLPPCPEAPDINILAEGEMFDFSCLHSVSSFCDIEFIVENEHLHAHSVVLISADEVFQSL
LMHPFILDLLGFPKGKNIQNFESFSLEYAPINGVLCYGIPRGFSSISVVTDFNLKRKVTVNVSQVTAVSFRNILEFVYCG
SISNIKDSAQLLTNATYLQLSMLCNYLTSSIEESSQLKNTFYQMLFKKRKKILLNFVFNKSLYSDISFSMEGALIPSHKP
LLVVQCNVMAGMFRKKTFKESITHVVDFSNCDKESFMTVLEYLYTCDLCNHGDLHNVLQLANFLCLPRLITLCELELTKK
ITEVNSNQCDEACALVLDTFIFAKFHNAVQLSDWCLYFMASNYNKMCQYQGREMKALDETTKNYLEKNRWPPVWYLKDQD
LYERCMQKIEKENTFKISKERKESRCFSFFKNL                                               
>Hmag_XP_002164510                                                              
MFLLYFIFYLLVFTKSYDILNFIFIFVLVPFVKDKWKLYQAANISKDWYSDSDTKNSKRIGYYWTKVFKSDNEYGKTKYL
YLSKVIKSRLTIQNGNARIERSLSDNKNKLTSERVKLNDETLMALRISNARSCNQAYNVDALFKDVVQSMSLSGCVYDGN
ENQMSLSGCVYENENQFQMQFGFNESFESVVTHQPEVIYDGKQNAFRSSFSIPLRLSQSTFMKPYFFYSSQTYPKSLLTM
LDNLLKCNELCDIDIRVGSRRFRAHKVVLAACSSYFRAMFTREMAEQRQEEVLIQDIDEKAMELLIDFAYTGNIKIDEAN
VQIVLPAACLLQITEIQEACCEFLKKQLDPTNCIGIKLFADTHSCRDLFHIAHMYTLRNFQDVILNEEFLLLNVEQVCDI
IQSDELNVISEEDVFRAVLKWVHFDLIDRRSKLKDVLQHVRLPILNAKFLVSVVSTDMLIKNDAGCRELVDEAKNYLLLP
EQRAVMHGPRFKSRRQNKREFLFAVGGWCTGDAINSVERYDSQTCEWHMMCSMNKRRCGVGVAVLDDFLYAVGGHDGSSY
LNSVERYDPKVNQWSSAVSPTSTCRTSVGVAVLDGYLYAVGGQDGVSCLNIVERYDSKANTWSRIAPMNCRRLGVAVAVL
DGLLYAIGGSDGTSPLASVERFNPSTNTWTFVHQMSTKRKHLGSAVFQNFIYAVGGRDDTTELSSVEKFDPKTNKWAPVV
ALNSRRSGVGLGVMNGSLIAVGGFDGTSYLKSIEIYDPTVNQWKLHPGMNDRRLGGGVGVLTLHYSDWINLCES      
>Hmag_XP_002162610                                                              
RSKHSLVAWGDLLYVFGGDNGKRMLNDLLRFDIKDSSWGRVVTSGTSPAPRYHHSAVVFANSMFVFGGYTGDIYSNSNLR
NKNDLFEYRFNTGQWIEWQVNGNIPVARSAHGAVVYKNSMWLFAGYDGNARHIQQIGKRPPTCCNFPIAVARDSMYVFSG
QSGAKITNDLFQFHFLEKKWTRITTEHLLKGTPPPPSRRYGHTMVTHDRHLYVFGGAADNTLPNDLYWYDLETETWDVIQ
TEGELPNGRLFHDADVIGDRLYVFGGTVDNNVRSGELFYFTFSSYPRCTLQEDFGRLLESRQFCDMTFSLNGEEEKIGSH
ISIVAARSPVLREQLRHLLNKENNSIKESVERPSDDSASSIRQLNRSSNFKEKICIDVGDVNKLAFKVVLWFMYTDQIYP
YIKDEHGATTDVMKLMMDVYNFAVRFNLMRLRLLCEQYIEASISTKNVLAALECSQALHLEFIKEFCMRFIIREVHYNQI
IHGTDFEDLDKKLMIEIIRRKQLQQHNSIPDTPSQTVLHAPTLKDDLKALLTNDFGEYFSDFVLCLKGKEIKVHKVVLAA
RSSYFEAMFRSFNPVECKATVKIGDMVPSPQSIETLLRYIYYGDIKMPPEDSLYLFSAPFYFGFTNSQLQAYCKHNLEMN
VTHQNVIHIFEASHGIGAKDMKRHALSIIVQQFPSVARHPDIRRLKRELLLEIIDAIADSMLPESNTEVVSVMAFDPYK 
>Hmag_XP_002167170                                                              
MPGMKINSEQANSQDIKMERDDNTKKVIDKFHIDHILKQMYNDIFKGGNFADIILSFHNKEIRVHRIILAASSEVFSTML
QTNMKEKIDGKVDMELSGLLPRFADDFIKYLYTGEIELTVENVESLFSCANFFIIDGLRDACSSFLKDILSPMNCLSVST
IANRYCCFDLEQKALKMLHDNFSLVANGTEFLNLSLEDLIEILSSDEIQVSSEDVVFSALMKWIYFDSSVRLLHFEDLFK
CIRIPYLSQKFISTTKFQNSYYEKYLSRAISFSKTVSPRKCLDTATVIMTTGGYDGNNCLLASFAFNTITQKWGSLAPMK
VARHDHGTVLIWNKVFVIGGLNSHRGPISNVECFNPSQNQWSEVCEMNSKRKSAGVCVYNDKIFVSGGLDGSYNALDTVE
FYDHELNTWNMFMPMNEARYCHGLVGNETCLFAVGGWKSASLERYYNSQWCLLSPMSIPRAGATYLIFNNKIYVFGGYSE
RYCVSSLEIYDITLDNWVIQSSSQISRWRAGSTLVNNKLFIIGGRDCSWKYLDIVESYDLERDEWSIDLPFPFQVMGLEC
STLNLPKHFIRFSK                                                                  
>Hmag_XP_002160995                                                              
MKKDEFESLLVTDNFHFTSAFQVLNEMRVNEEMCDVILCTDDSLRVPAHRVVLSACSPYFRAMFNTNFLEAHQSVIHLKD
LEGNTLEDIISYFYTGKLRINYANVEGVIKLAKVFYINNLINKCEIFLRRNMSPKNSLGLEAFALHYSLSNLKDHATRYS
CWYFDFIKDEEEFCLLPFQSLKCLIQNDSLKATSEEFVLEAVIKWLFFEYQKRKNYVPELLPFIRFPLMSMQYLENSQTI
KLLVDNFSLAQVYINEALQYKNFGISKNLDIGKVCSPRAASEDIYVLGGWSNGQKLKSVQCFNVDTLKWTPVQNMSVAHL
TKEDYFRVIVSNDELYTICVGKVMKYDPVDGMWCKVASGPEMPCKWSGICECNGIIYVIGGNNMKESKKFNTDTCQWSTL
PEMHQGASPKILGIVSGEHLNWTNLITI                                                    
>Hmag_XP_002154264                                                              
MVLKTLKRYREDAIKLCDLVLQVEEQVFPVHRSVLAACSQYFYAMFAGELKESSQSTVVLNDVKANILKQLLDFAYDGEI
EIHSQNVEDILRLATQLQFIQVCDICCNFLEQQLDTMNCINIRSFATLYNCISFASKIDIFMENNFKDVINSDEFKNLPF
PVLKSLISSHKLNVVLEQDVYNAVIKWVKFDLNQRRNQFFALLNEVKLPLLSKKFIMQHIINEELIKSEISCRDLLDEAK
NYHLYPKLRAIFRSKRTIPRYSTVGLLFAIGGKETGEQITNKVEFYSMFDNSWKSLTSLWSPRQQLGVCVLKSKIYAIAG
SDGDNRLNSVEVFDWNTNSWNHSTPLQVIICSMFDNSWKSLTSLWSPRQQLGVCVLKSKIYAIAGSDGDNRLNSVEVFDW
NTNSWNHSTPLQTCRSGVGVGALRGSIYALGGYDGHHCLSSVERFNPIDNKWHFIASMNFARSFPGVASLNDLLYVIGGN
DGSTFLDTCECYDPHTDKWCTINSMNNGRAGVGCAVLDGCLYVAGGYDGIKRLNLVEKYDPNTDTWVCLSPMTSCRDGVS
LASYGGYIFAIGGIDGPSYLNSVEYYDPSNDTWMPSQEMITSRAACGVAVLGNKDIINKR                    
>Hmag_XP_002163870                                                              
MRTYSLFELLSSTGREEARNFISKDPKYWEDDESYQKLAERVQRMKVVNDSAERGIALIGQYNESITKDEEQKQRMLEYK
CAGINIPRKQQHDGQQCQLILPINCTVWSCNEKDSSHCRRQSVEMTHASFKLMKAFYFTRRRSGLPRVTQLLFNTILSLS
AAHSKLMLHPKVEIDDAVAAIYIVEQLDTLMHGESLSGIRPVIHFPKEEMFKRIGPEVHATHQLSGSFYLIYKFKFQGMK
RFVHGLKNYFKEQQLSDRILSIVEIDEEFISYKKRKFECETEGTGFKKIKFHEISTTDYQALHDSSLNATSIESVLEMTD
RKGCDLNSLSTGSCQSEISEGTFKKTASDESVYVTFPIHSLVLCISSDFFKKLLVDSGMKENSMNSVTLKVNKGEGKHLE
MLIEAFYSSDVLNNISLTDLLCTLNVAARFSCFDFIQQGLEHLNHSEIKSVTECDIILSHISQILALFNNNERYENIKNC
CTKFLAKKFFPLEMQFEQQKVFNSLSHFTVNLLMMSDHLLVVSENNALNLIYQWLLNNEEYQTPEIIESLLKTIRYQNLH



VDQFCDTLSVCDKILNKWSSYSSWYVDVLKYHALPQSARSIRGIKELPANHAFPIAINNLAAKRHFKLEKENLNLIDEQS
FKIIWGGCCLVPLLSLKEANGNFIVKMKIKLINVFQPEINKNAVHQIIDIYYCLLPGYVDFQESLMHTSKFVQKYKKMSS
IIIEQYLEDLKGYFKKEELSDKILHIMEAETTQVVLKTQKIRRKRDQTRDEIEKKKSEEIIFNENLKDSINTVESEDINI
HKCEEKEVDLRASSSEENFYDALTEVEQLSEKLIPFDRTTSQLITDKPSNQSTYEKSKTDAQKKNLKWFCDSICDKLIFT
NPLTRQEECKNVGELDGKPLAGFVISFDQYEDQQRETLSALAVSLGACVQDEVFSINKDHRVIASTHLILKRCEGIQFLT
ASHWQIPCITEEWLWKCLDIQGVASTATYEISEKQSSKFTSIHCFFPVHGLILCISSSYFKFLICDQNKASNNKDIIVYV
NLGDSQYVELLIHSLYNFDVLKNVGTLKLLKVLEYADRFQCDALLKQGLPLINNIVIDNIEECNLLLEYICVFQSLEHII
PRDFLTKVKETCSYFLANLITPLECCIFQESFGLINLSGLLILLKSNYKFLFNENSLIPFLLDWLEFDSSRQTEDNIRIL
LSECRYEFMSVEFLKDCLSPTDAIFSKWPGFFDWYIDAVTYPAVPLNSKELYLCKKRENRSAVNFSEGASLKHERNIKLI
WINDQFVQPFKCRQRIIYKGYLLTPVVKICKENNKHKVLLQMYVGKKITKREMRNFYFRVDFHFAILPGDLECAEELTYR
KCKKSLDIRIASCMIFSYDSNRVEFQNSNLAEISFGTIDGGLVQRQLEDRQRRNNLRIEEVNENDNENWDDTEVKIINLL
ENNLNVKDVIIERAHRTGIIDNKKPRTIVKNTVEYQYLAI                                        
>Hmag_XP_002154942                                                              
MDFINDEVDFDENYEDMSDDYQIVPKDYSYKHFLDSKKKNTVEIDKHAINILNFYNECFQKGNFCDITIKTNSRSFNAHR
VVLAMFSDYFRAYLQHDGKDKDVITLMDVNGDIFYQILLYAYTGHVERHDDTIEELVICADYLGVKPLKDICENILMELV
SSNNCFHYWQFSDIYTMKSLFEVCLEYFRRNFITLTKHEGFFKLSSKYLMLILEDCELRLYNSVNDVDPICSKQREEILL
KAILKYIGNSLSKNNNELTEELLKLIESVKLPEIDLVFLEKQVEKHSLKKYPAINNLLNSAMMFKSRKNETEWDGRLVVG
GIELQFNDGFVVGGGEKQLNSVEFHEIYLKPDEVITKVTISSGWLIDRLMFTTNIGNTYGPYGGDGGRTAVEEESGCFLY
SISFSSVRTQALLAPIELQLHWIKLV                                                      
>Hmag_XP_002164351                                                              
MKYALLLLKMYVDNSHSVFLLKRLSLLRDHEELCDIELKVGDNGTCFSAHKVVLAAVSDYFKAMFSTKMEESFVKTIILH
KTDEKSVSILIDFAYTGHISLSSINVQPLLVTANMLGIYQVVTACCNFLESQMHASNCLGFIEFAEIHSLHELKSSSLKF
SVHNFLDLMNYDEYLHTNGNTLKLIISHDSLNVSCEEDIFYFIEQWVLYDKDSRIEVFYELFNEIRLDQLSTNFLSYLLF
HSLFSTKAGYLSKLKINMFYNLKSSPSRMLSNELCLAKSKRNSSDCVFLSGGKDGLLNNLVSCTLYNLKKDTWIDCSPLP
TPRINAAAVANNGVVYVVGGYIPYSTSFLPTSSMIKYSIYTHTWKYSLEMTEKRSGHVAVNSQGFIYVIGGYDGQSYLSS
VERYNTISGQWELMPAMSCKRINFGAAQVNGYIFVVGGHDGTNYLRSMERFDPISNEWAVVSSMSSPRTGIGVSVLYKKL
YVMGGHNGSRYLDTCCSYDPFTDKWEDICSMNTPRCYMSYTDVCLNFSS                               
>Hmag_XP_002165897                                                              
MCDVVLFSPPKEYFAHRNVLCSASPFFLEIFTSNPNSQPTLGSRVDISNISSEVIEDILNFIYLGEICVSEQNVIQLIAA
SDILRMSNLKEIVCRFYERRLCPSNCLSIASLAEKFNCESLREAADKFIFFHFMDVCKYQEFKTLTFKQVLRILSSDEIA
VKCEEDVYFSAMEWFFYDVKERAQYLSELLQSVRLLQTSKYFVSDVIENNEYIVCDNALKHEPRKASDLTSIIVAFSGNQ
DRISTNEVLCYVPEKDFWYPLVPLLFNRYQSSSVVLNNEVYCIGGQNDNGAINSVERFSFSTDKWFECSKTHQPIFNHAA
CVFNGEIHLIGGEIDGASVSQVLRYSNNLGKWIKLADLKVPRKALAVATHKKIYAIGGYGPSNEALASVECYDPYMNEWS
KIFSLSSPRAGASAACVGNKIFVFGGEYAMWSYYRSAEVFDINTDEWRNIADLYLPRAYMGIATYNESILLVGGMVSVEG
ADQYGSGRDDDDDFVDVTESKLVECYNVANNSYKRVCSLPIATAAINCSVISVSKTILQERCVQVKTRLVTLIKPENSLL
KKKHIKTRALLGISAQAITDELVLVHGDQAPKYSTVAKWATLFKDGRESLEDDPRSGYFQTTYTAENIERLRAIIEKNPH
VSRDIIETLTSIDRFTINKIIHNAL                                                       
>Hmag_XP_002156939                                                              
NETLQLINALRKEQQLCDVILKVEKNEFHVHKVVLAGTSPYLRAMFTNGMLESGQKVITIHGIKSKTMEMLIEFSYTGVI
EINIKNVEELFCGSSLLNIESLQSACVRFLCHQLDSSNCIGIRDFANIYSCTQLERYANRYIHQHFLDVSNTEEFLNLNV
DDLCNLLKNDSLQVRNEEDVYNSVEKWLLHDYTKRQKLFPEVLKYIRIPLLSLEFLESKVFPASFIKANSTCQLILAKII
NERPEHLPDYLCIQRALPQSIYAIGGRNSMHCHLSSVERYDIYTDSWFIEKNLSIARTAIASVCLNGCLYAVGGECAINN
PQDETLYLPNVERFDPKTKYWYRVADLSISRSFVSAVVCNGKLYAIGGEDRISSFNLVEQYSQKHNCWKIKRPMQKRRAG
AGATSHDGMIYVAGGYDRTMHCDRASVECYCPIKNEWKFVAELEKARSGLNLVSMDSFIYAIGGRNRSSDTYFDICERFD
LSTMQWTLISNMLSPRAWSGVAILKKKIFVIGGFDGINRLSSIEVYDFEKDCWVHKRNMNFARAGCGAAVL         
>Hmag_XP_002156314                                                              
MKEAIMERALALTNQEVCENSVILEDKKILKAQRDIDMIPKQSIFMLSDRFMQNNNCKLWELASMPKNKNDATYYIPLLQ
TNLSTKEKTLSIEDNLHKKQCNEAITDTQHEKLSILVELADETCQSNGFIRESKQNGNLSHLEMLSNDMKLLLEESLFAD
FIFHCDSNIQVKAHRNILAARSEEFKKRIMATSSRSKNPLWNHFKVSDEDVGKAICILCKKILSRGSKDAHNMSTTNLQN
HLKKVHYNIHSMILSQKKIINHESLPNPNEKSIKQLCTTRTICLDRTSSAESVQIITSTATDETQGSSRVSNNTIAFFQK
ASTQVSLREILQRKELWQLDNPKAQAITKLIGEMICLDLQPYCIVEDKGFIRLLKNLAPNYTIPSRKYFSTKVIPLMYET
IKAKICAVAKLKEIQSQLKLPEHNIIQDVSTRWNLTYYMLERFIEQKKAITLYCITRNQANAKNPTENQWQLAEMLVCIL
KHFESTTKDMSKETACISEIIPFIYAMEKFLDYACDTATEIKTDNVDLKIAMMLDPRFKLKFVEDKNHNMFKEILHLEFY
SFCSKSHLEQVKEIEFGVARGSGSDSEESLSSFSESKIHESDSDFDGHGSPLKKKN                        
>Hmag_XP_002161289                                                              
MKEETVSPLSYNHHSFLSANLLKFRQCGVLCDVTLLCEDALFQVHKVVLAASSAYFQAMFTIGMCEEKKRQIPLNDVDKK
ALSVLVDYAYTGIISIDDRNVQVLLKTADLLQFSTAKALCCKFIMDQMNSENCLDLLHLADVYHCSDISALSQLMFNENW
EKIIKTESFVLLKLDILIKLLSSDNLHVNKEADVFYIIAQWVESDIESRKKYLFGLLEYVRWAFISPKDLNKMRQHPLML
VDKESLSKIDSYLILNAFQIENFHMRDSYIGWMYVLGGEQSFLMEMKTCEFYNNQLKEWNYGFSLNGPRTSFAAITLKNR
LYVIGGMRFGEKLKLVECYDQYLGKWKRLASMKKCQGDVEAAVINDTIYVAGGSSGGKPACRYVEKYDICNNQWSAVASM
KSRRRRFGLCEYNSRLYVFGGFQDSLGELSVCESFCPITNMWESIAPMKTNRCDLGVTVLSDFIYVTGGVNSYAGSISTV
EKYDPALNTWSMCQPLIHARGGHTMVTYFGRAVAIGGMNSYMQTCNDAEWYNELSLQKKRLSYGEHNCEK          



>Hmag_XP_002156126                                                              
MADIEVTKLQKHLTLLRQEYIKLQSKCVDIEKKLSLANAATGEIQEDSYISQLLRISHNLFERETYSDITVKYANKSVRA
HKLILAARSQCWCADLNDVDELLLDGVSCEVGNMLIKWVYTDHADVRNDESVIIELVKAANRYKLKALRTRCEQMLMSAV
SVANCIRFYQTAEDIGAESLRTYCGEIIATHWDDLETKDFLGMSAPLLYEMFKTKSNFPLHFAVRHHREDVVFLYLIEHN
LQIPAKLNEIEPHSGLLPLQIALKERQESIAKTLVLHNCDVNMANNNGETLLHQFIREGDTYASIFLIENGADVKASTKH
LGETPLHLAASYKINLESRDNNGNVVLWTALLSYKESLDSNDKTSYASMLIKNGSNPNAVNPLTGDSLLHLAATFKNEHA
GLFLIDHGAHLNHTNKLGESPLHIASRNGLLLLVEKLLKSGANPNYTTTATDALKAKEAARKIEFQLMCDESRRRIIMLE
KSKAMKRVKEIRELLQEEEKLKLQKKKSEIKSYQPESTNPFSEDDNSNAYDGNPFLDQDEEEGLQLNQLDRESSFLNEMQ
AASSAAMALTSSSMFGYQNVNKGGVKQSKRLITSFDGRIDVQLIQSPTDVEKFDFDAMQITQLDIEDGLQQDVITDCWNC
TPLHFAVIEKQEEIVKCFIKYSENASLSGGRLPIVPDFNVLDSAGQTPLLIALLTKQYKIGKLLVNMDVDLNICGEDHQT
LLHKMIMHRNVEACLFLLENGADVNKRSKENMSPLQMAIHLRLTPVVEALCIRGADVNSSDEDGNTALWVALKSHQLDIA
SSLVKHGADTDFWSTGINNCVWTLLHRAIFERDEETACFLIRNKCDLHSPRRPGLDGGSASEGIDGLTPLHLACASSQDK
VVQCLIEHNADINMQDADGRAPIHIAIAAKNPIITRILLSHPDMNFYIKDTQGQTPFIVAMNCRDNDASTAILAREPYAA
EQFDNKGRNYLHKAIMNKDVDVILFLISIEVNVNSVIMDGSQRTPLHLAVPTGNEIVVRHLILAGADVNAVDKNRQTPLH
CAAIEDKPSIISVLLQNGSNPDLVDISLNNALHLACQHGNLASVRTLLTESSINAEVYNIRSQNSLHVLAAHSSDNAAAI
FDLFRQTMPNYPFDALDGEENTALFIAYSNGAVGLCCALLKAGARLATMNKHGVSVFNAPVATKKLLFKLLDLLNAEPSW
SDGPNCHECGDKFGITTRKHH                                                           
>Hmag_XP_002167734                                                              
MKQMEFFRKQGIMCDGTIVVDDMELPVHKNILSATSPFFKNIFSQLTNPDDSKITLRNLTGQIMDDILHFAYTGEICIHD
GNVRQLVATANFLQLQSLKDMTVNYLEQKLSPASAAEILILADKHNCKTLIQSAEKLIMDNFVIVSKTSGFKNLSFEIVH
QLVKSEDIRVIKEEEVLEAVLTWVKSDKGNEKEKESHLANLLHEIRFLLISPSYLSETEKDEFVSKSSLCLNIIKEGINY
HLSNSKHSIIDPKLAHPRKFMGVVCGIVCVGGWQGDKPTKDVFAYITSNYKWFPLAPLPKARYGHSVVSCKEFLYVIGGR
NESTLLLSSVLKFDPTYNKWEEVAPLPYQVTSLGVCVFEDQLYCVGGLSSVGSIDIVLRYSSCNNVWQRVASLNCPRGAL
SVVASEKYMFAIGGIRKSGSGVNTQWEYLNTMEIYQRESNLWKYSTELLTKRAHASAAYLNHFIYLVGGQSELLGVNRGM
DLYNTVAKEWSSVQYSGTPRTMSGIAVSETRFYVVGGMSKEGECLNTSEVYDTTKDRWTKISPLPVSTSSMQCCAINLRL
AVLQGMTASFSE                                                                    
>Hmag_XP_002156698                                                              
MAMDGYEFREEKSNRASFSPSDNHFSSLRSIDDEGLSESEIFSLSSRPDILRDIMKSFLKLKQNDCLCDVVLVAEDNEIK
AHKIVLAATTPYFSAMFTNKMIESSSPKIYIHGVDSKSLQALVDFIYGENLYVRIDNVHNLLSAASLMQINCVKDACINY
LMKKLHPENCLTVRNLADAFLCEKLLKAANSFLEKNFVEVSQSDEFMQINIDNLIEIIKKDDLNVRSEEQIFEAVVSWVK
VDIAKREEYLPRLLAHVRLPLLSPQYLSDRVLTEEIIHNNIYCRDLIDEAKDYKLMPERRKELNSERTLPRRCNESCGMI
YVVGGLTSSGESLSIVEKYDSVSGKWNHVLPMSVQRSRVGVAIHDGKLYAIGGFDGTVRLNDVERYDPALGCWKKVCPMN
IRRSAVGAAVLGNKIFVVGGYDGNSSLNSVECYDAELNQWRFVASMSTLRSAAGVSTLNGKLYCAGGHDGLTIFASGEMY
DSTLRQWRAIAPMTTRRCRLGLTVLNGRVYACGGYDGTSFLSSVEFYDPCNNQWTNVASMTQRRSRVSTVTLGGKIFAIG
GYNGAANLSSIETYDPWTNAWTLTTEMSMHDGGVGVGVLPRIP                                     
>Hmag_XP_002158300                                                              
MFTIIMFLTANKKEIPATHVEENHLKDVLKRVDSLRHHGQLGFCDVILRLDGHEFSAHKIILASCSDYFYAMFNGNMKES
KEKIIEINSVSLDVMKLVLNFIYTGSIQLSNDNVEDVLQAANLMLIKSLKEVCCRFLETLLTVNNCLGMQKFAESYACEN
LFNITTNFIHENFGYVMDCDEFLQMQAAQLEPILASDELRVLNEEHVYEALIRWIKYDIKIRKLYFLNLLSLIRLPLVSP
DYLVDRVETEPLINEFPKCKELLLEAHHYMLLPNRKIGSLNSRTRPRKYENGNEILVACGGNGEPSSNSTVKKYDMEQAI
WVSVASLHARRSKMSVIECAGNIYAIGGFDGAQTLNSVECYCPITDRWKFVSPMITHRRCTCAVSCGNFIFVVGGHDGAQ
ILNTIETYDVERDVWSNTEIAPMTDRRSFPCAVNINDEIYVMGGYDGHDTLRSCEFFSISGNEWVSIEPMSVARSNAGAI
FMNRKIYVVGGWDGVSLNSVEYYDLVTHEWVRISSLPRPATGTRFCYYYA                              
>Hmag_XP_002159777                                                              
DVKFAIGNEKVLFHAHRCILALRCQIFADMFKEMPITDEPFLFPDLQSDAFMLVLEFIYTNKCNVLKSDVIFVLSTALEF
GVMELVKVCEKYFEENVTLETACQAMQAAVTFGLDSFKRSLLPFFRQNTAEIFNTSSFNELSEETLAYILQDDELNMDEY
DIIKAVENWTLVNSVALDKPASEVSRSVVCNVRLPLLSSDELAEIECLNVKNHFIPIEQISLAWKHIALKTPLNASFETT
PRTGTRIR                                                                        
>Hmag_XP_002163342                                                              
MEERKRAFQTIAQPPLFLTPDLKRSRSCSSSNSSSISPRRPSSIPIKQVTLSEKMSPPVSDTSIVKIEEDDSPKSHTPSD
VSHSNTESLTYCCDMMKLMDDFRKANILCDVTLCVDGTVFFAHKPLLAAASPYFKAIFSSDLNKCSENTKPIILTEIGSE
HMETLLDYIYTGHINLTKENINQVLSAANFLLLSSLKSRCTSFLEKILSPANCLVIESTAEKFDCEALKNTATHYVHDNF
ITIANSNEFLHLEVDRLIEIVSSDDTKVEQEEQVFEAIMNWVKFDIINRRRYFKDLVTHVRFPLISPYYLMDHVESEDLV
CQTPECISLLLEAKNYHMLPDRRWQLKSKRTTPRISMGIVNGIIAVGGIQGPYIGEVWKYGNSKEKLPNTSVVASTSCYL
LCANQWFVLAKMQTPRCRHGLAVTGEFVYAVGGHSGAAQSSLNNVERYDPKTNNWSVVASMLTRRSLLNVVALEVLQTGL
ALPPYRFSINVMWM                                                                  
>Hmag_XP_002170423                                                              
MAFLSHKYTGSCSGFSLPIFKNPLHLTKSFDILYAMWKQNLLCDVTICVGNKSIEAHRAILASSSPYFYAMFTGEMSESK
QNCIVLKEVDAYALELLIGYCYSGEVQVTEENVQVKKSAIMDFVVVLLIE                              
>Hmag_XP_002169891                                                              
MKQMEFFRKQGIMCDGTIVVDDMELPVHKNILSATSPFFKNIFSQLTNPDDSKITLRNLTGQIMDDILHFAYTGEICIHD
GNVRQLVATANFLQLQSLKDMTVNYLEQKLSPASAAEILILADKHNCKTLIQSAEKLIMDNFVIVSKTSGFKNLSFEIVH



QLVKSEDIRVIKEEEVLEAVLTWVKSDKGNEKEKESHLANLLHEIRFLLISPSYLSEIEKDEFVSKSSLCLNIIKEGINY
HLSNSKHSIIDPKLAHPRKFMGVVCGIVCVGGWQGDKPTKDVFAYITSNYKWFPLAPLPKARYGHSVASCKEFLYVIGGR
NESTLLLSSVLKFDPTYNKWEEVAPLPYQVTSLGVCVFEDQLYCVGGLSSVGSIDIVLRYSSCNNVWQRVASLNCPRGAL
SVVASEKYMFAIGGIRKSGSGVNTQWEYLNTMEIYQRESNLWKYSTELLTKRAHASAAYLNHFIYLVGGQSELLGVNRGM
DLYNTVAKEWSSVQYSGTPRTMSGIAVSETHFYVVGGMSKEGECLNTSEVYDTTKDRWTKISPLPVSTSSMQCCAINLRL
AVLQGMTASFSE                                                                    
>Hmag_XP_002160151                                                              
MKNETSGNNVADNFAKKEIVPQWQTLKANRLERNEFMYCNELISDIKFYIGKTKQVLIPAHKYVLGTSSPVFFAMCCSEF
RKDDVININDCEPEPFLELLRFIYYDQVHLNKTNALDILYLADKYIIPSLSKECVNFLLDNVSTENVLEVLSASICLNEK
RLEKHCWSILSRKTKEILQSDSFLEIDPSFLIKIIKKDCLDILEIDVFEAVKRWVERECFRNSIEPTSNNKKVFLTEILP
LIRFPVMSAKEFALSPAQSDLLSLEDIKNIFIYLTSGVGGSNLNYPLNPRHFKPHVCNRYIKPMKNYLWRYDEKDIDAIR
FKVDQEILLAGIGLFGSPCGGEYSTEISISINDEEIFKTKGAFVSPPDPKFNNIDNPKIHEVMFDEPIHLKEGIFYDIAV
LLDGPPSFAGDDGKQEVIEEGVNFVFKNSSGSTNGTSYDEGQIPSLLFYF                              
>Hmag_XP_002168622                                                              
MDNNTTKSATAFQSNSTHGIKFSDVAYPNEFLSAFKSMRYHDELCDVYLLVGSTKITAHKAVLAASSPYFHAMFTGSLLE
SQMKEVVIHNESENEFSQVIDYFYSSKIYISDSNVESLLQIAGLLQLPRLQHACCEVIKRKVTVNNCLGIAAFAESHNCL
QLVESAHNYAVNHFIDVIQGDEFMKIDIAHICKLISEDGLNVSSEERIFEVAVAWLRYDYENRK                
>Hmag_XP_002170243                                                              
MDNNTTKSATAFQSNSTHGIKFSDVAYPNEFLSAFKSMRYHDELCDVHLLVGSTKITAHKAVLAASSPYFHAMFTGSLLE
SQMKEVVIHNESENEFSQVIDYFYSSKIYISDSNVESLLQIAGLLQLPRLQHACCEVIKRKVTVNNCLGIAAFAESHNCL
QLVESAHNYAVNHFIDVIQGDEFMKIDIAHICKLISEDGLNVSSEERIFEVAVAWLRYDYENRK                
>Hmag_XP_002160977                                                              
MEESVDRLVYECESYYSLAFKKMAEFRNREEFTDIILVAGCKKIPAHKVIISSLCSYFSAMFRNELSESQQQVVTINNVD
PDALEALINYAYTSKIEIRVDNVENILASACLLQVTDVRDACCTFMKSQLHPSNCLGIRAFADAHACEQLFDIANSYVKD
NFGDVARNQEFLLLNSEQLVEILQSDELNVLKEDDVFHALSLWVNHNPDSRKNQLHKVLPAVRLALLSPQFLIDEIEPMI
QCDEKCKDLFIETMKHHLLPDRSSRNSMLSVKARKGTIGVIYAVGGIDEVKGAATGIEEYNPRKNVWSLAASMETKRLQF
GVAVVSNKLYVIGGRDGLMTLNNVERFDPKSNKWETMTSMLTHRHGLGVAVLCGPLYAVGGHDGWSYLNTVERFDPQTSK
WCFVKEMNTPRSTVGVAVLDNKLYAVGGRDGSSCLNSVEVYDPHTDKWKIAAPMVKRRGVLGVGVAVLRGFLYAAGGHDA
PASCESSKQFSSVERYDPRSDQWSLIASMNNCRDAVGMTALGDHLYSVGGYDGQAYLDAVESYDPDSNKWVDVGKLAHPR
AGACVVALKFN                                                                     
>Hmag_XP_002168260                                                              
SLYFKSMFKGDWSEKDQTVIKLTFPDSFITSKALDIVFGSMYRYEVDVEVLIANLIPVIAAARMFDLGGLLKHCEDTVLE
TINAENVCIYYDASQRYGLTEVSKKCFSWLERNMLLCKTLTLAKYLTKELLINLLQSPNLAVMQVEMDIYNFLKIWLYFQ
MCNEHSEVSCPKSLITDTQKYFQCMQKKTKTCFLSSEEGLQYADVFKCLRFENMLGDAKCILLLEKDAIVPQNWLMPVYQ
SQWKSMLSVYNGEDTGPKQIVEDLFYKQACRCGRILETDTRYCWRWTGLFSFGIDIILIYNNRTKILSVKRNTYSQPCNF
AVCLQSQRAVVLRLKAFTIKTNGEELKALDTGILLWNFHTDEELPLLTLDDTWTFPVKAHLKSKHRIDWSQTEKIPPEQV
VAGKKPKTMLDFVQRKSLNEIVSGMATDRISIRAITRNQFICDAIKKEGYENGVMKLINADFHNKKNQMVSEIVSKIGKE
RKFSISVDEFTTVRRRRFFRRNLQ                                                        
>Hmag_XP_002170055                                                              
MRRIRTKLAVVETTDELFYDDSFSKKLSQRTNHLRKQNILTDVVLLVDDQMFPAHRIILATSGDYFFSMFSGSLATNEKH
IRIHGVSANTMESILSYIYCGSIEISEENVQDILEASALMLLESLKERCGKFLRDRIDEENCLRIFSLSKQFSLSTLQTK
TFELITSHFSELCSHPDFQLLDASALIDILSCEEISVPNEDTIFNAALTWFNYDSHQRSDDFKNILKVIHLPFVSIELLK
KCKESVSVDNSNIFSLLDSAIELILSRSFNDDCFPENIGGVFPEPWMSARKCEQFVTSIVALGGPTLNIYNFEVDHWTEL
GKCTPRHCPGLAVLGSSIYVVGGSSEWKRKSSGECFSIESCTWSTISDMNTPRSNFGLVELRGKLYAIGGYDGNLPLXXX
XDMNSPRDGACDVSDGECLYSIGGYDGSRYLTSTDFYDPETKLWNDEKIPQLQEKRQNAMCAYYDAKIYVIGGYYDDHFH
KSVEVLDLDQMKWLSVAPLPKPRHYGGASAINGRLFVCGGWSVQFPVSTVDVYSIDEDIWSTISDLPTPTMVIAGFCLVF
LRQCFGDVLNDLWCVY                                                                
>Hmag_XP_002157659                                                              
MLHSNWKESDKREIEVAQFSYNVYEAFIRYLYTDFVDLPPHDAIALLDLADAYCELRLKKQCENMIKKGISIENAAMLLE
TSIKYSAKSLEDYCFRFALNHLTAVTQTEAFRNLDGETVKAFIIKAGISGAFKR                          
>Tadh_XP_002118193                                                              
MASQDSQQDSSSQAKRKLKLRKSTTMASSHTTIQTNSAIHLTTTPTNHAAIQPNSIIHPTTTTPSSDTVIQPNSAIHPTT
TPSSNIVIQPSSATTAPTVNPIQAVEASSSGRVCPVCLEMISLGQEDGMELFNLHVNQCLDHHRSSQMSSSGKKTADTCD
ADSIVAAQILQDEKENEEKSMQILSEFCPVCGRLLCNLSMEAKQRHVDQCCQSQTNKQEKPLAPAATKSIACPVCGKDLS
RIKNHLIHIKRCGQAHGITTEQLIRCCQQKGFTDLGQNLNEPKAKPAKRKTLSKVDEETQLALAMSASMHDKSKREKDNT
FALPGDLTSVGNKKRRKKGFKEMPQLLLCSEEEAKENIARNACRLLQENEENDIQLTQSMSSSKLSNLYTKPQESIPSPD
KPKWTPEVSSTSTTTTTCPTSSIWSLSANLTPNKNVDNFYVNQLLPDQKSISQTSKSKLQSTHLKNEPSIPDVKNENNEP
NAILTDIRSQLLQDFTLMLRNDNFCDVTIVTKDEEKVMAHACILAARSPYLYKEFHSYGNDCKYEVILNDFSAAVVKALL
LYMYTGSVNFTSEILIDVAKLSKKLKLRHLCRYVKSLFDSSSNVIDNTKETTVNQEMNDNNSSQSIADEDISLDIIDLTQ
ITPHKPVTTESTDSSCVGHLMEQSQRKESNSHLSQEEVLVVSSKSDHEDSIAISDDILVLSQDNLRKIADGSPQSMHENP
AENSDDNEDFQFIDDGGYNADLDFFLLRDESPTVVEDPKADIDHFSASQDRNLEFETSLSATLTAKGSPHYPSSNTTNQR
LVTDYSTPELKNQLQKYGVKPLPKRQMIAKLEQINQYLNDAATQSDKSDCDANSQNSASYGSCKSSLVADDDENSETDDI



LSTQEIRESNIADRISDFIKSNRAVYMSVLKYEPLELRDLHRLLKASSIKCPRQKLPAILDQLGVMFSMQRNTATGNKKD
NNLSSKESEG                                                                      
>Tadh_XP_002117687                                                              
MEKKNSIVEEHKETIKAAISVSPKYLELYHDSNFTDIKLIIGDRSFLCHRIVLAACSEYFCAMFTSDFKEKNEVDVNLVE
IDPVIASLVIKYIYGHELELTLMELSRVQAIYALALQWTIRELQKQCHDYFTAIMNAENCCQLASFADYYHAAKLCDEIL
VYIRENFFECIKVKSIKDLSYDLLIQLIQCDYLNVTDEDSLLESISIWIDSDISQKKRYLISLLSNLRLPYISPESLIAI
EERYIDVIENSLEYLNMLRRVKNYSLIPENYFDKSAKPRMYIKNVDYCGVTSIHKSDAKKRQDCFNVYGIINNKRYRLQR
LDSSTLVDASNINQIERVRLLTYAAVCVGHKIIVFGGVNEDKQALDSIVAFDVRKTKWTCPTWAFELPEPLAYLAACIYK
DDIYIMGGLNKNNQCSNKVWRLCRQNKTWEAVAPLNTARKCCQVVVVENFIYIGGGLDDNEDLITTFERYNPLLNTWNIV
YELKTIHHSIRLIYARSKLFIYHSESTYDCYMQSADGKWYKASEREISECSREIHGIDYITDGYIAIDQKMNGYGFFIPR
CK                                                                              
>Tadh_XP_002117675                                                              
ITDIKLIIGDRSFLCHRVILAAHSEYFRTMFTSDFKEKDKAEINLIEIDCSIASIVIKYIYGYVLKLTLMKLSQVQAVYA
LALQWAIKELQEQCHCYFITILNARNCCQLATFADYHAPDLHDEILAYITDNFFRCIKTKSLQDLSYNLLVKLIQCDYLN
IINEDQILESLNIWIDSDTSSRKKLIVSLLCHLRLAYISPES                                      
>Tadh_XP_002117674                                                              
ELYHESSFTDIKLIIGDRSFLCHRIVLAACSEYFCTMFTSDFKEKNEAEVNLVEIDPVIASLVIKYIYGHELELTLMELS
RVQAIYTLALQWTIRELQKQCHDCFIAIMNAKNCCQLATFADYYHAPNLRDEILVYIRENFSGCIKAKSIKDLSYNLLIK
LIQCDYLNVTDEDSLLESISIWIDSDRSQKKRYIISLLSSLRLPY                                   
>Tadh_XP_002116816                                                              
MAGNVQVDNWCCTKMTVDRYTYLWKINNFSYCREETGETLKSSTFTTGPDKLEWCMRINPRGLDEESKDYLSMYLLLLYS
NKKEIRAKFKFSILSRNEEEVRAMESQRAYRFVQGKDWGFKKFVRRDMLMDTSYGLLIDDHLTLFCEINVVSDPVTLDGR
FTAEEAEVPKCRLAQDLDQLFKTKKFADITFNIGKDQLKAHKAILAARSPVFDAMFKHCMEEQRQGTVDVSDIESDVFEE
MIKFIYTGEEPERIDDLAAEILAAADKYDLQRLKSLCENSISNNLTVENAAKVLIIADMHNSEVLRQNVLEFINSHALEI
VETEGYQHLLKSYSHLITDAFRTLARSCNSKTDVTSTRKKVRLS                                    
>Tadh_XP_002116805                                                              
MIPQMAGKVKIDKWCYTEMKVDRYTYVWKIENFTYCPLKTGEFLKSSTFVTASSDKLQWCMKINPRGLDEDCKEYLSIYL
VLLSCNKKEVNAKFKFSILDSNEMEKRLMESQRAYSFIQGKDWGFKKFVRRDMLMDKTSGFLTDNRLTLCCEINIVSDPI
THDGRFTAQETNVPTCTLSQDMDQLFKTKKFADVTFNIGKDHLKAHKAILSARSAVFDAMFKHSMEEQHQARLDIPDIAA
DVFEEMIKYIYTGKEPSRMDDLALEMLAAADKYDLQRLKSLCENSISNNLIVDNAAEVLVIADMHNAEILKKNILKFINS
YALEIVETEGYKNLLKNHSHLITDAFRTLARSTDSNINSVSRKKRRI                                 
>Tadh_XP_002116765                                                              
MEVNRHDQESVKCVVVGDAGTGKSRLVCARAYGHTYSKKQLAARHVPTVFAIDEYRNNRIVQERSNCMVDGVAVKLLIWD
TFGDHDKDRRYAYENANAVILCYSTHSRQSYDNCRNKWKPEIRKYCPNVPLVLNATQVDLRYAEQDEVWKSINELNIGIR
GHFSNSLNADELLLPEDGRQLAKEIDAAGYYETSMINNYGVNQLFENAVRMALVQRRKLRFWNSQLRQVLKPQAQKPYLL
PKRSLPNVSAETSTYWSDIKSTVGNPDYADIQFIVRGTVIYAHNIILCAAWPRFHDLVKAVGIINKYNRTDSDQISLENT
ITGLKFLYYKKNCQQNSYIRKNLSADHIVFTVDQRITLRAFWKMLEYLYSCQLEKNLERDLLIELHIAADILSLDGLQVI
LANLADGKPYKNAVITDDARQKFIARMKMLYTSDHFQASIAPDATFEAGDTIIPVNRVLVTCRCDVLAAMFSGSFLESGE
QHAKLPGICKDTLLSFLEYLYTDECELKSDFALEVLVLANQFCLSRLVSICESFMAEELREIDNDYDLRNWAVNKNVIHL
LRIAEMHNAFNLHACCVAYISNNYLEIQRQHSKFFRESIDYLTQKKIEEERWPPSWYSAELQMYEKEYGKRNQDIDKQSV
KKRRQKRRLFNVRH                                                                  
>Tadh_XP_002116532                                                              
MDKEEQHWIIRSSTSYNESFGVFSSLRQSGVLCDVIIVVENSKIPAHRLVLASYSPYFYSMFTSNMIEATQQEITIGNID
ATAAEKLIEFAYGGQIYLNKNNVQSLFTASDLLQIDLVKEACRNFIIKQMDASNCLGIRAFADTYSSEELVLSANQFINR
SFAEVSHSDEYLSLSVKQVQELLLRDQLNVASEELIFEALIAWTRYRLAERKQYFSYLLKFVRLPLLSPQYLAEKVANVD
LIRKNIECRDLVDEAKDAYLIPSKRLSIESYKIKPRCFTEELGYMYAVGGLAANGNSVNAVEYYDNVRDEWFPAPSLQSM
RSRLGVTALCNCIYAIGGVDGTERLSTVERLDISHQQASWEYQTSMRVHRSALGAVNIQGSIYAVGGYDGTASLNSVERY
EFGKDTWNYVAPMTTCRSAAGVASLGGRIYALGGHDGLSIFNTVEFFDLREAYWRHMVPMATKRCRHGVATLENKIYVCG
GYDGRSFLNTVECFDPIADKWTFVAPMSIRRSRVAMVALGGVLFVVGGYNGFCNLRSVECYDPKTNKWSYVSDMSQHEGG
VGIVATPRFH                                                                      
>Tadh_XP_002116242                                                              
MCEISTGSVSEICHIRSLADDLKNLMDSGEFTDITIVVEEHRFSCHKAILACRSNYFKALFFNGMKESQSSSEIRLHGIK
SQAFDRLLTYTYSGGLDLVLFSQDEIIDLLAVAHQYCFELLQEAICKYLASILNGKNACDIFEIAGLYEIPSLRQQCLQF
ADANAEDVLKSDGFLTLSKSSLVDLLSRDSFFTQEIVIFNSVAQWLNANPEIDKEDVIPCIRLHLINRRDLLLVVRETKL
ISPEIILDTIQDIDVNNYLESTPRGYSVQDNNVAAKSLGATILAENQRDPSEISISYDWQNGIGYHDIDLKDDHGGVLIT
LGREYIVNMIRMLLMDKESPSNSYYIKVSTDNINWREIIDYRGYYCRSWQHLMFRPTVVRYIRVIGSRNIINRRFCVMSF
ECYLNKLSWPIREYMNGLMVPNTNIAVHDKGAALIQGVNRSNNKFLSGAFSEDYDWDCGYVCHQINGCPCGIVIQLGQPY
LINSLRFLLWDLDDRWYSYYVEISVNQEDWIRIKDQKGTQCRSWQELQFDTKPVSFIKIVGTKNSVNDVFHCTYFECPSQ
ASNNNITNAD                                                                      
>Tadh_XP_002115044                                                              
MTMIMALRSIKQCIQYYERKLCDVTIYSGNKKIEAHRIILAACSPYFCALFTSNLIESGQASVTLHEIDADALEVLIHYA
YTAEVEISEANVQALLPAASLLLLHDVRENCCEFLLSKLHPSNCLGFRRFADVHSCHDLKVKAHNFALGTFTEVVEFEEF



LNLPLSEICELVSDDGVRVACEEQIFEAVLKWVQHDIAHRSVHMAELFRYIRLPLLPKEYLVNLVESELLNGSNLECKDF
LIEAMKFHLLPNHRRVSYRSPRTRPRKFFSSTTVMYVIGGQAPKALKGVERFDRESNSWTDVAPMTSRRCRAGVAVVDGL
IYAVGGFNGSLRVRTVDSYDPIKDLWQPVASMELRRSTLGVAELNGSIYAIGGFDGATGLNSAECFNVITNCWKNISPMN
TRRSSVGVASLNRYIYAVGGYDGSSRQCLNSVEQYDPALDEWRFVREMKVRRSGAGVAVLDGLLYAVGGHDGPDVRKSVE
FYDPATNEWTEAAEMNLCRRNAAVTTVEGLLYVFGGDDGSKNLNSVEFYDPFCNKWTLSEESLGTGRSYAGAATLQLPRH
LSLPGAFSSDCESSL                                                                 
>Tadh_XP_002114331                                                              
MTENNTNSQKGEGLYGNPIGFAAEMKKLVNKSEYSDIKFIVGDTKQMIYAHRSILSARCDVFDTMFHDNSVAIENNDVPY
ILSDVQPDSFLAVLEFIYTNCCSLTDKNVVDVLASAIEYGLRDLAKICVNFMSDSITIDNACETMQSAVTYGQAELQKKC
LSFIESNTKAVFKTKGFHEMSDEALAVALASNNLNIDEVDIIKAVREWATVNSVVLDKKVSEVAFGIIKHIRLPLLTPEE
LTVVEADNKADRLIPIEHISYAWRYHALKKKEAGNPLTTKRSGTKPRPNYS                             
>Tadh_XP_002113342                                                              
MDVLIHHGIHHTNQAFSAIGQMKSRDELCDVELIVDGNRLKAHKLILASFSPYFHAMFTSQLAESQSNTVTLHDIDFEAL
KTLVDYTYTSVIDINQHNVQVLLSTASMLQMNCVRDSCCKFLKTQLHPSNCLGIIAFADTHSCNELHQLSHEFALGHFKE
VIQSEEYVLLSYNQVESLISSDVMNVDSEECVFQAVMSWIDHDRANRQKYVVNLIQHVRLPLVSRDFLLLHVETNELIRN
CNECKDLLIEAMRYQLWPEKRSLYQNFRTQYRRLCGTSKVAISIGGGSLFSIHSECEIYDINRDSWIPVASMAERRARLG
VAVINNTVYAIGGYDGGSDLNSVECYLPQTNTWTLIQSLGTRRSGLGVAVTSNLIFAIGGYDGALCLNSVERYDPLTNQW
SCVADLNSRRRYVRGATLNDCIYAIGGFDGGIHLASVECYDLNLNQWKQSASMLARRSSAGVTVVDNILYVCGGNDGSNC
LRSFEKYDPEKDEWISLPPMNSKRSTHDVIAVDGWIYAIGGNDGSASLSSVEKYSIAANKWYPSSAMNMRRSSVGVAFCE
VLLHE                                                                           
>Tadh_XP_002113136                                                              
MPSSLSLTEICVRLNSEVIHYLDLKRVPLVHHAKQVAMDDKGSNFAVLQWDAYQGMNNRASKSESKLNADMAKLLQTASL
NDHIHDIIIKVDGLVIPCHRFVLCSRSIAFAEILGKGAVDEATMGIYQIDDMSYDVAINLLQFIYTRDCILLQRNTAYSR
QKMQDLETSNSKLPLTDIELSRKKMEHEQASTTANYEKTKYGYIPVNVKELRRAAKHYKIPGLRESQESSDFTLESNDGE
TFCCHKCMFIHRSESNDAEFLSNIVVAADYLLLSDLKQICEWRLSKLITLKTVITFTDFSLTYNAKLLNDACIEFICINL
GYLLEGRIFDNVTLSVLENVSDMYKTKITGILSRTVSFQSSHIDYTSASNDGASFVTLESNSNVEPLKDDLPKSTVAAKS
LHTSTPTKDIHKTLPSSSGACSKIDDNTHSSASVEDSIMSDILAYDLSDILDTSDTLLLPAINQQATNEEASFTTTISKN
NENTNSNSVSQSNKKKKKRSQKMRKAELLKVGTAATVTAEPPKNTPPLSKSQPTVNTNASSRVKKWNSSQSANSNSLLSI
MAEEEEVARKQQACYHFQWIRLAVLYLNLSANNTTYNEAIKWGVAQDVKKKSNRQRNISTSSNISLSSNETEMLASSSSK
CPWGNVKQSASFSLGDVMKQEEVARLDGRGSNNRKVQSSSSSSKTMPSKGTSRFLDIVSSQAEENYISFRRGKKSLSSIQ
LEEKAMSELLHEYGGRYNPEEYIIVEYERPEVSLNPSWFRK                                       
>Tadh_XP_002113089                                                              
MESDSVLNYVRSQFPIETLHQLYTNGELCDIQVKIGHQTYHCHRIVLASNSTYFHAMFTGNLTESKQNSVEIKEADREAV
AILIDYFYRGKIEINTNNVQSVAVTSSMLGVDEIVHVCCQFISDLLAPSNCLEIRYFAQFHHFEALGEAADNYIANHFSE
IVETDSFVEMSYEHLINILPMPHLKMIEEISVFNAVMKWIRSDLKARNEQLPKLLNCVRLALIPVETLIAKVESEDLIVH
EFQCQMYLHRAKNYHFMPEHESIYLLGGILNENHQVAPNGNTTSISDVYAYHNGIWSKKASMLTARANFGAVVHEGRLYC
AGGRTEGQLTCVALTNTVEIYDPKDDKWVEGKPMNEAREGCGLISLAGQLYALGGYNGNNVLCSVEKYDENKGKWIQVCA
MKVSRSHANYIAYKGEIWAIGGGKFFMYDYICQYINAKYRDLQMKNYN                                
>Tadh_XP_002111701                                                              
MAKMEDRIAHDGFSLDLLKHQFEALRQMRCKQELCDVTVIVNHTHTIYAHRVLLAAYSSYFFAMFNTDMVESRLGVLHID
DIQPNLMDQLIDLAYGIDLHIDDDNVADMLSACHRLQISTGINRCCDYLILSLHPSNCLGILKFARINQCQIVIDAASKY
CWHHFTAICDEEEFTLLSLDEVQEYFSNDHLHVKEEAEVLRSAVIWLLHDWQQRHPSLSAVMDCIRFSYISKEEIVSIAR
KNCPADIFQCIADYLSDKSNRKKRKPGQRHYSSAVFIIGSTSLANCCRRYNICSRTWVKMPSLVEKKLNTLVGDIDGKLY
AISSTPASDEITEIGQNLECYDPNQESWTIISALPSCRWQFSMACIDDRICFIGGYNFKNGFSHLATVDCYHPKLNQWTK
LPDLPEKRRGSCTAFLQGILYVIGGHDGTRILSSCECYDMTQQCWLHINDMKVPRESHKAIVINKKIYVIGGISKSGYTK
CVECYDPVTNSWQCCANAPVIYPRQQVVSLNNRLYLLNSDTESPVLCYNTMEDKWYKSRWPKFAEGYNGGTAISCASVDG
L                                                                               
>Tadh_XP_002110875                                                              
MGSPKYCTLEPIEELPQLEESQAGLTNLITDLSHLIDDRQSTDLIIYVGENKTPFYTHRLIIWARCKGFRNQHPSILSQS
HGCQSPAIINKPYLNAQYFQQVVDYLYIGKINLDSSKVFPILAIADDFGIASLQSACVDQINSQRTIDNAISYYMVIRDI
ILSNDSEWPAVNEVKKSCLTFIDENAEDVTNTESFLHLSNESLIELVGRDDFALSEEEIWRSVLRWAKNKADVTGQIKSW
NDSEKMAVSHHLSKVIHCIKLLLIDSEVYAQEIEPTGAVPMKLSLERYRFAAVPAAFNTATDNRLQPRKMKTLFSGSVLL
SGDNLYLQSILNGWYGNELQQWKLIFRASRDGFSARQFHVYCDNIDPTFVIVRGPDDNLCGGFSDQPWSRKGASGSYTRS
SKAFIFTLTNQQDMPPSRFDITQEKYALVYDEEYGPTFGAGADLCIASNCDSNDQSYSNFPYSFEGLNASVNLLMGSYNF
YVKDYEVFTIK                                                                     
>Tadh_XP_002110405                                                              
MENCHHYYQSFAKNSFTVIRQLLSDGYLCDVELHIGQWQFPCHRLILASFSSYFRSMFTSNMIETTLHHITIHEVDQQAA
SMLVQYAYNGELAITKDNVQALLETAVLFDVPDVMEACSQFMSNHIDIQNCISIYNFAGFHHLTTLSNYARNYILENFTD
VFQSNEIQYLSEDYLIQLLKHSKLNVQNEMQVYSAVKKWINYDYDERKLAAFKLLNHVRFAMIPRQQLILLTKNDDELIN
LDQHCQHLINQALRFQLYPKKVQNIETKPRESYSGLLYVFSYADVYSHYNTVECFSYKHQKWIIVHDAPKKLMSEDFAVT
ASEQNLYTLSGNRNHIISNQMSCYDVITKSWSAFPSVQTPRLEASICYLNQLLFVIGGYKIDYNRYTRSSRIAESYDTDT
GLWTALSPMNEKRFGAGIATMDGLIYIVGGLSYDSSSTINFLNSGEYYNPKDNTWTPIRNMNYHRYKLGLVALNGYLFAI



GGKSYDFECGNSFVTNSVERYDPEADEWIEITAMSEKRFAAGVATMGGRIWAIGGKCDEDNALDSAENYDPVSGEWESIP
PMCNKGYNLCAISIQHKIFIS                                                           
>Tadh_XP_002110225                                                              
MTNRHEPSYTDSLWSSNNCSDVIFQIAGNSIRAHTPILKARTPLFYDCYVKAATDKDYPIPIDNITVEQFNHFLRQVYLN
DEACDIDQLEGEWLTGKVLTDKSDHENLVSNNDNCSNLIIDGYNITDAATSRLGKDLLNLFQDNLSDVTLIIDDVELKCH
KCILCARSEYFNAMLSGSWTESNNNTIELHRVHPSAITALLYYIYGGIVELPSATDLTFLAPIADMYNLDGLKDVVSYTF
MRDWCKFFDKVNNELTDNISRCLEIADTFGFEYLRESCMGWIIKNFNRVWCSKSFAKLPTEIQQDALKHMQELLALDSVT
DILRGCDYLLVNMADGIKWTENIREITTTLQQSCLDFISARFRNLIHQLNFLSLFRGMGKSDKIVKNIFDNLAMQLTPDN
VCSHFKAIEELRHQTKLEEWEEMDSITLIEDFHANLKRFINSNAGRVRTSPGWNSLSQKQQEELKQGLVIFENGGSRTSK
IAIGKNNLAGNRSGNKSSIRSKNIAVTQQNHRLGQRGNNLNLMRPQRGTNHSNQGSSRLPVTATTSTAVNSIAGRSNNTM
SQSRRVSNPCGWNSRSTRSTVDAKRDHYSSRTKATATVTVTCDASCLPKRNASKFNPTLQTRSGSIKLKQASLDSSKLQN
LDVGHLDSKLNKNASKSANGTSRIPIRNKQTINYIGNVDNQRQGQVSRIPRNVALSRLSPSKCLLSRYPLFPSDSVKISS
TIINHSNGGISASTVKMKTSSNPELAVTTYRPNMVSPDSMNEAKDPINSASVSTAVKNKLEMNISDAAMKLQITKNSEES
STENKQFFSEELSNSSMTIQPPVKAACSEENSYEDHTSLDISSDLCLELVADLNVRDFETPAQSLPDEIEKEITTTCTHS
DEDVDINAMESSYDRASQELLDAFSEGNEQDPESRVYQNLQ                                       
>Tadh_XP_002110137                                                              
ELYAEGTFSDVTIHTNDTVLHCHRFILAAFSDYFRAMFTNGMAESQQRKIELRHVDGKTMTSIIDYFYGGSLKITSENVQ
NIAITSSMFNVSEIVDYCCTFLADSLSYTNCVQILIFAELYNFHPLTQIANNYILDYFEKCTGYDTFYEIPYPLLNKILP
SERLAVKNELTVLNTLKKWVELDPSIRKDHLVGLLSHVRLAMIPVEQLIDFEEKETLLKESLPCFQMLLEAKNFHYLP  
>Tadh_XP_002110136                                                              
MPELTIKGRLPQSSFQLFQDKIFSDVIIKINDAQFHCHRFVLASFSSYFQAMFVNEMAESQQNIIELKELNEDVFADIIH
YFYGVDLKITEKNVQILAITASMLNIMDVVDKCYSFLSEKSPNRSSYGALAIGHKILVFGGITKDNVDILRSIIAFDTCK
VRWSNADLAPLPKPIALLSPCLCDNRLYIIGGSHENSSTATNEVAYLESGSDHWVYVSPMNVARNDSVVAVLDNLIYVGG
GQNNKWKVRSFERYNPSTDTWELLNWSIPFSEFPDSHVLTVYDGCLNYIWNSCRRRHCHTYNPIQNEWTEASESASAILR
FKYRAEEDQFNYDECLNKLFIIRVTNQLRDKDNVK                                             
>Tadh_XP_002109948                                                              
MATENLHFNDNRHLINVVHSLDKLRIQQELCDIQLVADDGKVNAHRILLAVSSGYIKQMLRDEDTADLSSYRVEGVDKLS
LETIIDFIYSGTINITPEQVLPIFRASNKLQISSISEACYNYLQSNVDLNNCLDIRTLASSYSCSNLIVAADKFISNNIE
QVARLEAFLNLPQLRFEIYIDEDAATSGPSGEQYAAETVKWLHKNANLLNRQRNRLGESIQYLFLIENGELTDIDNLSSK
QLSSLDESVRQKALQSRYRNDGLSSRPSSPTAGEKHTPEKCVNSAIAVRQLILSPQDNSIFSWHVVAVGSMQRGRCSFGV
TVLNNEVYAVGGYDRLGCLNVVEKYNLASNTWLTCQPVNQRHGRIAVAASSDHVYALGGSHASHDLKSCERYDPITDSWK
PFKSMRIARSCLGATVIDDQIFAIGGQNDKGTLSNVEICNIASNSWNIAKPMIAARSHLAGATTYEGLLYVCGGSDGSQP
LNSVECFDPRANKWILLKEHMNHARVNVGIVNVDGWIYAIGGFDGSTFLNNIERFNPSTNRWTSIVTDNDDGMIAL    
>Tadh_XP_002109926                                                              
EALNRLRDAKELCDVEIATDNSTIHAHRLVLASASSYFRAMFLSNLVESQQKIVHIEGISYSILSNLVNFCYTGNLVISI
HNVAKTLEAADRFQLLDAKATCCLYLSRILQPYNCLGILKLAQIYDCPGIVSKASNISCRKFVHVVQSEEFLEMSFQDLV
KLLSKDCLHMTSERDAYSAVSRWIKFDKTDRIAHTHDLMMLIRWKYIDEDFMQSSVYEDDLLPQSVFPLVSVDSFQSSLS
YYYHNQFPRMYTEYLVIIGGMRSSKSCKCYNIHRQKWMQLPSMLMGQRRSENAAVVVVNGKVYCFGASSDSKLEGGSECF
NPSKNSWKLIASLNTCHRFMFSCVNLNGIIYALGGYDTFSQAVHCAVESYNPKYNIWEYAPPMLARRYAFTAQVIDSKIY
AIGGYNSTECLSSCECYDTTTEQWRYVANMPQPRARHVTANLHGLIYVISGVITFKGDFVDSVLAYDPIKDQWQCRAPLP
FIPNNPQLVAFHDRLYLIPVSHNQNILQYNPRADEWRIV                                         
>Tadh_XP_002109389                                                              
MNSSSQNLNLPFALNERPRGGSRSSSTASADISSNGIKHRSRKHAAKVLHYFNKLRRKGQLCDVTLVVESKRFYCHRGIL
AACSPYFRAVFNENSSINPEEEICIQDADEESVEAILDYMYTANIIINENNAHILFPIASLMQLDEILDTCSQFLRDQLT
LSNCLSVRTYADDHSSQDLYQTATAYIQENFTEIVLQTEFLALSITQLVAILRSGNLNVPNEEFIYQAIIDWARYDIKQR
RDQLHQALQHVRLSSLNPRYLVTVVSQEPLIRCDEKCRDLVDQAKNILLLPEAIANRANTTTVRIHQSKQPPVTNMNGAS
TTMIYVVGGWSHGKADNTVEVCHACYGNWKVVSKMNKPRYGVGVAVLEDSIFAIGGHDGKNYLDTVEQFNPKTKYWSLDI
ATTRTCHTSHGVATVNNCIYAIGGQDGVSSLNLVERYDPHHNEWYSVVPMKSRRLGLATAVVNNCIYAAGGFDGTAILST
VERLDPRENQWVAISPMNKRRKHHGATVINGILHVAGGRDDSKELKTVEYYDSRNNTWIPTTSMTTLRSGMILTAFNDQL
AVIGGFDGVDYLKSVEILDRELEEWKYCSGMNHSRLGAGVAVLESP                                  
>Tadh_XP_002109220                                                              
MATKNVQHTVPTYKTLNQDQEALFRSCRTGDISKIQYLFEYCDIEVNLRDAWDATPLYYACLCGHKEIVQILLANGAKCN
ATTFDGERCLYAALYDEIRNLLRSRRAITSHTMRRDAYHEFLRRYCILNNVFNAYISNVNLKSTTHCLKVNAAGAMRRHR
MLILNLGYVDVLLEEASSFSELAKQCGLQELRNRLISESQLAIKFSLSKSHSQVNMITIMEDEGQISVQNHMKILVNRLL
PKEFRSDLDELFDNFEPLNSILRPDLIFCVGGYKFYGHKVFFCERSDYFKALLLGNFAESIVSNCSEEIPVINLNDCTPD
IFSIVMVFIYAGDVKIPCDLTQEILYAADKYLIPGLKRHCCKVIIQNLQTDNVIQLLETARLLTMPKLELECTRFISKHL
LEMVERDDFAKIIIDDATSIIQRQETDSIPIIDEVRYHLGEESLQQSSEKYNEILLKNNALDKLLMNLNIEC        
>Tadh_XP_002118162                                                              
MTIYEEKLVIEDISSDIFSLLIEYIYKAAVNLNPITALYLYCAAEKYPVSGLMEYCLQSLSNENSVEDLLKAYVEYESVK
SSLSSKLEDRFEKALVDQLSSKFRLVTKSESFQKLDKDLLVSLVRKIANQIIIT                          
>Tadh_XP_002116777                                                              
MEALISSPTFPLPGLSKNNISKSPPLKIEGEKMNGLNSSSNEEKKSPRAHLLKPVRVRPRTQVGTTNRWRFPESSGGDLL



GTSQAVKSVPAIDDTPFIPIINYQTYSEFEQQNIPVDHEEVKPLPGIDGKFASGEETRIIKPTKSTYFIPKEKKTKLSPE
AFHYHSRSTTSPYEPDVILSCLGTLWELHKPFLQRSNKLTALLEKAGDRSAATYTNRIDHNHDRQITSKYRAGLISGSEM
NISSELPDHKRQQHDTVTKADDQLIKIKLSANDPNIDKEAFAIAICNLYRDDMIVDETHVIGVLAAAHQLQFSKLENKCA
QVMLKSIELSNVAQYHQMATKCKQSTVAVACERWLEINLMPLMSKRINLRQLSLDLLHKIIQSPRFFTYNEYDVFKLVCV
WIYLRENSSEMLMPTYATVVQYFESIPKNICFLLGAEGKKYTSIFQIIRYNGIIDVRHLDEIEKMNIFPQSHFYSLLHQH
YHSLQNGGDMLLDPRIELNGIRIGFILQEEPKFHSELIALHGFYFEAKAIRQSHPNSYSFYMQRIRPTDNVLSYKECERQ
AFSVRPERKTMYIVRVQSTQGGNYKVHKTDMLTHNFSMTTHGRKSQSYKPETNKFVITHFSYPAIILVTILRENFGAIRN
NLRRIYEDKQLAGWKIGLYDIKSINNQTRGAKIGKSKFDS                                        
>Tadh_XP_002115262                                                              
MAKNLKRILAYTKCTNDVQTIYNRGGITVLLDTLYQSSEKNLNVVQFALIVIGNCLKYKRDLPQAYTKADLVWEELCEFL
VKTLKAAEDSNYISTHCLRILDKLAREECMREYIYKLVDGFQLLLQRLTLDTLRYEENVYILDIMVKLLHQKNSSVTFVS
QNGLLRLTKLMRSTDEVDLFRRCADIVLSLAKRRDRQCYFQRLKDDGCFKTLVTVGMDKKKSSNIRKKTVNLLFNLCEIK
PYSRFLVLADIHTLLIRLIETAPMGHTKSCAVRSLSLLCCDVANRSTLNKCGAIEMLISLLKDNNVKKLHHVIVDGLHWF
LYDQEALQVMVKEYDLVSALSGHLNRLIDGLANCVRHTNSTDDNYCYDNTIGVEREQSQSCVNPVLSSSPLINSMDNCEW
NGSLSPVSLMSISCSSESSSIYLNDSKINENNSISDMKNSDRLCIATILNLLKAISRLAHSYHINVVKFCMKGLLGCIVK
DSENRADAYKVMSLIMENKCCLKVMLRRCVPWLIYQYLMNDHETNVSSGNFTYFATHYLHDESLKEHWNTLTNDEEVTTS
ATDQLSSLKDSVNLTSSFITAVTDTLQADDYIATTSSSPKEMAVSLLQLIGKISSSDYGKGEIKNILSTGNTSWKRACAF
SLPYLLSYERSMYKVLLRNNGISTILEPLLLENVDDFTTTITCHCISSLVERFQSCKQVYRRKRARSNDGTQHFTKKVQK
LEMSQDSSQSYFFIDDSRYTYYQQQSFMTADAILVTENGSELPVNREIISQQSVYFSAMYSGYFIEAKLEKSYIKEIDDT
AMIAILLYLYGFNWRIQPSIMQLKTILSANSINEVKFTVKLFDRLDEEDNIEFYWNVLISADKLLLEELKEACEPYIIDL
LKPHNRSETLFLSCVYSCEGVFMYCIDQFFRYWTSAEQCNCFKQFPEPYKEDFIKRVCNFVNKIFFCCVDNI        
>Tadh_XP_002108906                                                              
MGNYFFRKELTEDSNYDHSVQFKRPQNKRKRTINQNEDTEDATDSLQACTKRQRNDEAIYHQYTLSKLFFNDENGDTTIE
ALGYKWKMHKICLIRAGYFKSMFSGFWQESKATYVKIEMIDKNITVNAINTAFASLYDDDTEIKSSEAISIVAVATMLQI
DNLIKRCTDVMIATISEENERTFREAASAYGLLEVHGLACTATADYQTIRLDAAAVYRCKSNGKNCKLSIFACAAGGNGC
ICDVKEGSTNFLVTEEGKVFSLAFRQLKFNHIITDTKIARQIEKDRIISQDWLLPIYRQEWRTLLAVEEGDDFGSPKRIS
LKRNISEHDVAMSLSLENSRCIMTK                                                       
>Mlei_ML00107a                                                                  
MVADSPSEHIHANVVDSTNSPPIAESWCLTQVKVIKFSYMWTINNFSYCREEMGETLKSSTFSAGPNDNMKWCLRVNPKG
LDEESKDYLSLYLLLISCDKSEVHAKFKFSILNHKREETKGMESQRAYRFVQGKDWGFKKFIRRDFLMDDHTNGLLPDDK
LTLFCEVNVVADSVNIFGQSNHRSLNVPKCNLSADLASLLSSGSFADVTLEIESQEFQAHRAILAARSPVFSAMFQHAME
EQKNGRVEIKDLSPEIFGEMLEYIYTGRSPNLERLANSLLSAADKYQLERLKLMCEEALCSNLTVENAADTLILADLHSA
EHLKEMCINFINSHVSEVMDTPGWTVLCSHSHLLAEAFKALAAIQAPHMSMLMPPNKKRKKLG                 
>Mlei_ML00112a                                                                  
MDFGIENLALPNHLNVSLITANRDVVKANSLVLSYNSTVFKRIFEEQELRHSVDLIEYTRFVVDEFVKILYSGKVDFEKL
PFMGQICIWKLADRFHVEWLLKQFDQYLAEYATLKRKEQAPTEEYPTPLNELNNSTPELHYQDEPDFQESFEKRRRMLLQ
GQDCFEEIRPYFRDEEIATSSSTSARSIHDRTVEHRAIVKHRRSIYKRTVQVTSVSVVDRPIIGHSLSSSGHFRDDAVEE
NVIRTHLIPNLLFSLPYDLDTFLPSFNYLAKFLDHLEGSSLSFPNMFMFIEFVFVLKRMPCTNSYRVVDVSDLKEAFVEL
TQRIVDTKKRFGWRKVPKSFILDTCNLPDISRENRGLLKFMCNNEELTTETEAVKIVSYRGSESMNRSRRYSDYDTIRME
EFMSGAIKKYKFFWKHPSTHYCTNTGDCGFILCVVPISKSFDIRLSTRPEDYSEDIHCHPELLDAKNMHLVIRRDFSTKG
KSSLNSPTDLIHISWQSKPVVHNNQVFWAGQSIPDKAYIALVVYYTFSCSVAGILKY                       
>Mlei_ML005223a                                                                 
MVANIRVPAKFSKKYLNSPVHGNLILNLKNGQEIRTNSVIMSLNSPVIDRLTSELHQSSLEMDDFTAGAVNCFVDSIYTG
DVGTLQKQIFEDVNKMSHVFEVSWLTKWCFKFYKRDVLNFTNNSYQEVLFACEIASRAHYNLKQTRYVTCFVKNLMSRDI
SRKMFLQRYMADFAELSKRQLEMSLSMARNDFSLIMVPLTSHLTMNLKCKNLDKNAMYLLEACDVQKFRQDHPDNFDDAA
NLLLEISELSECDEVKEVVTKFVRPNSGTEASSSENVVDLVETTEECEDDDEDDSDDEDFPEVSTQTDVEPERGWIQAVD
CNTYPLISDNTLQFITTDNEVQRNIFMCVIILYLKKEDVLGDGLQ                                   
>Mlei_ML005314a                                                                 
MAPKIRVPADFGREHINSPVHGNLVLKLRDGQEIKTNSMIMSLNSPVIDNLTTNLTQSSLEMDDFTKEAVDCFVESLYTG
EVESLEKQIIEDVNKMAHVFEVSWLTKRCLRFYKSVVLNYENNSYHEVLFACEIASRAHYNLKQSCYVRCFLKNMMSSNL
SRAMFLARYLANFSERSLRQIDMSLAVAGNNFDMLIIPLMSHLSSNLKCESLDKNSLYFLQKLNLQRFCKDFPILFKNTA
DLLIEISEVSDSHEVSEVIKNFTKNKGDFSCSNYIDALEITEECDSEYSDDEKSSEVSCNCRQPDLEPERGWVQVISHKK
YPLIFGDTVHLITTDNTFMQRIYIHYEFILDDGQPSPNTYFAMRSENPTGNRWSYIIRGCTANEYKERYLSDVPLDKVKH
WKITRKPSHLIIMCNKVTVLNFNFANNCDTDKKGDCKVWTRNSNSEIELRYI                            
>Mlei_ML005353a                                                                 
MYKIPKVQVPMDFGVQYLGLPSHSNLRFVLGNGEELLANSMIMSFNSPVIEDMTTNLFQHTIHVPEFTKNAVQCFLAASY
SGGIADRISKSNFREVNKIAHMFEVGWLIEGCFGYFKTLTFGMETDNFSEQLYVFNEAMFVMKNLKKRNYIEIVIKGFST
RLSETRYFISNYLNTAPSHCSAAHLDVIFEIAESKEYILLEALVEQLDKSKYSISSNGRYILNKVCSIERLRFTHKSLYQ
NLLKKLEGIENPSGEDFMLILKIRQESQKKSKIQASIPYATIPNLFHDYEKLKSIGDIDSLFKFLVESPEVTNCYIFYDA
VAIWLNQKGYSSYAQFIPEGLVERFAEHKHSRGWKPLSLHYIGADTANSFNRKIFENMNPSLITYNRYHRIESTRGYTPD
ELFARNHDMKFKFREESIKECTKKGDCGFILRVTAGSSKKDNNFDIGLLTETKLYPDDIHFHDESLSMIDFIHFTLDVTE
NDGPTKDPTFPTVSWDSLKVTWYGKPRKDAANKYWSWGAHRFHKKGSGRPHPGDRYRRGQYFGDPSAIRLRPAVYYFH  



>Mlei_ML00672a                                                                  
MGDIFTACKQGDLQRIKLLVEEMMCDVNVTDKWNSTPLYYACLSGYDDIVVYLLQAGAKYDQCNFSGERCMNCALTDRTR
RILRNPPKRKTFQSTHFRETMAFMFREGYQNYSDVCLVVGSENYRIYAHKLILYRQSPYFAHSLLGPNRGKDFLYLKHFK
ESSVEAWIQVLKYMYTQQLKIGKYRHIYEDILHISRRLGLQDLTTQLRAVCKKLAKKNADTILIETETCTYPDIADIAIS
DFNSEGRKERQYFADLCFLVETHRFYCHKGFVVAQSPYFSALLDSEQFLEVTTSNRGKLTFITLSNVKADTFALLLKFIY
TGNTEITPETLQDLLFYSDHYMIHGLKVGCGDLLASQLDTANAVQTLSLARMLMMSKLQHAALKFIAYNFENILDKEVLA
KILVLDEVSNRSNRLVRISESSVDSDLHKERDEEQYEENSIDYKDAGVDVQLDLRLYFREITNKQRHTAEAQEREEKCVR
ELQTMLCNHGNTTSY                                                                 
>Mlei_ML006914a                                                                 
MDIPTQDSSTPGFCFEERFLALFSFQKDGWLCDVEIVCDDGNVQAHRVILAATSSYFKHMFSSAMMECSSDTIKMKGMDV
ESLSCIVRYLYTNELVISKDNALNVLNAANLLCLPIVEEQCCKVLLGPMAKETALDYAILAEQYGMNSLLETSVEYLVKH
LKYFLSNGLNKLDNRAFQMVVASDDLDVKDEMMVFDTVVQWIEHDLPNRKKYFKSLLEHVRLPLLPPKYLVDVVEKSCYV
KTDLQCRDLVDEAKNRHLLPNRTQGYLSERMTPRKSTVGYIFLVGGLTVKERLLSSVERYDLPLQQSFKMPDMTLARSGL
GCAIVDKVLYVIGGHDGTKALKIGECMDFGKGSWTWVPQMDLPRRNLGVCTDNTRIFAVGGQSDSNTTLNSWESYDPREG
IWMKHTSTMNRARKYASVCFLNNGLYAVGGNDGTHYLKCCERYDLRADKWENIAPLPHAFGANGLAVWDNCLYTVGGFDS
RQCLEVLYLYWPPSNTWSELPHPMGHRRTGLGAVTAGHSLYAFGGHNGETYLDAVEMYDSDARGWVRLPPLHYKRGAMAV
SVLENCYMTNTDPL                                                                  
>Mlei_ML00784a                                                                  
MSTVATLRSQSRPSHLSKRRYIESDTEQSSEHLLSAFKHLGRLRRNSLFCDVILEAEDGQISAHKVILASRCSYFRAMFM
CGTRESWATEVKLTGISLRTLDIVVGFIYNEKIRILGEDVQGVLSASEMMDLGDLKRMALKYMTSHVSSSNCLAVWQVSE
LYSCNIAAAEARSYALKNFVKVIDTPDFLQLEPQKLMMLLSDDLLKVPEERLVLEAVTKWFKHDKEARREFMPELLNSVR
FHLFGTTDFVKAITTTKCVEAVPHLESALETALLNHFEPAKRQVCTVPGPPRNRERRKIVEELAVIIGGQQENSIWSKTW
GWDLSSTSQQDKEVSSSDSSWYSLPLPLTQRRDHVAIGRGCDVIIAGGSNGTDHINNVERYDAYIGQWQELPSMLHTRNH
LCGAALHGNVYVGAGTNDSNSYLSSMEMLDTETNRWLEVTGLTTPRRSCAATSNANQIVVAGGAGRNCMDLATVEMYDPR
EGSWRTGPSLRQGRRGFGLVSIDNTIYALGGFTTSPSLGYTSSVEQFDVRTNKWTVFTDLPIKTGYFGCAVTKSKKVLIC
GGMSHSQLLVWDPSSLDLATFSGPPLPYSGTITACGAIS                                         
>Mlei_ML007811a                                                                 
MAPKVCVPADFGKHHIGAPSHGNLTFTLQEGVKIKANSIILSLNSPVIEELTTNLHQTSLEAEDFSKEAVDCFIEASYTG
EVEALSRENFREVNKMSAVFKVNWLVARCKEYFVSCLSDINNGSSYSDVVFVVEEAIYVMSALKSKEFYNLVVKKIISLD
YLAKDAFISDYLSDLSASTYKQIDFCIEIVAAEVHILVELLTNHLEQEDGACFNQSSRYLFKNLDIGICYENSPEIYKKL
LKVLEDLDDIEKDDYILVLEKLEKATAHSKCVTLGATKPGTSTSTQCDMYDLKTFTLASFSQYLVPARLDDVIEMLAATG
VVDNLYQLIDGVWLRLCQCRKDVVNGSVIQKIVGIKRIKGWKPINYDYLDKLLVPQNATSCLNFKYLLKSSDSLVIKNTA
ISWGSTNQLYGGDFVEDIYKSDKDFLFKINNPALSGVRFILSITSMKNEDPDSFSIKWTIFSKTNAAYPTDLQLHFALER
WNGFSWTLFPISWSGKPTCDQTKRHWAWGYIYSKSYPDRLIKLMKEKDRLLLSESKAYICHEYRYRFVAFVV        
>Mlei_ML008026a                                                                 
MAPKVVVPADFGVENLHCEFHGNVVLKLQGGEDMRANSLILSYHSSVFVRLFLELHQSVLEMDDFSKASVKSFLEALYSG
EIQLDRQLFRDVNKMCHVFEVDWLSRRCGDYFAGLVGDVSTSTDYQTLFFLFEEARFCSKTSKSNVLLDLVVQKMCGLEN
RAEIFVQPYMKNYTQLETSQLDIMLQITRENPVSLLTIVKQNIENGALFHDNDAYLVENIDLCKCLINDEALVEETFDVI
LDSSDLSRENERFVNKLYRQVYKDFKASNIEEEIEHSVSEDSLTSEYIELDSLFVSFQSFSNLGLQAFYDQSMVSPLMSN
LYMFIEGLWHNINRLPPQPAMGFDWSTMILNINRLLSERNWKRISPKYLYDQTEDYKLVLQTLVRRAPHIISKTDDTYRL
SGKVIDIVGSTEKKLRLSDLFARRVRIAYYLPQSATTKLCCSRSGSCGFILETEPVLKDGNPHKFKASISYDISKYPDDL
HPHPEIIDVKETHLMLSAYFKNNFTRMKMMPCCLIWSGDGVRIEESSSGETWHLDPYILDPKEPVEIVVFM         
>Mlei_ML01342a                                                                  
MAKVRAPMDFGVENMDCPVHSNIDLRASNNETVRANSLILSYNSPVFHEIFFKKLQTSVDVTAFTKNSVYQFAQCLYSGK
VNLSRQSFRELIELADKFVVEWLLEQCDLFYMKLSRSIKFGCKNQIELETVRFLFDEAIYAPRRSRQKYTVSVKEKISTM
GKFAKQEFIHRYATNYMYLSVDQLSALLELARGHDGILLKIVQENLAKQKYYFDEKSFHILNGIDFEGCLQSKVERSAFN
QLFANTFVVKTQQELDNLEKILNLGTNAVEKVVAQTPSLLSDVVSIKDNSSIHIPNLKTVLKLKTVANAFRTDTVQGTGC
PVPQRSLICDFNIVDELHDPASIPNLFSSLDQLQLKTLTYKDMKHRSLLFDRGVRFSVEDILAVSSSSKIFRNLYMVMEL
IIMHGMIIKPESDTTKSYLESIVKRLVEIKNNRGWGRVDSLFFGHRYLNMSFLEEENVKKNPEVALRILLSHCQELVSVR
DSSAIVCQRGKIQSHASLRYSVLPDTIRMGEFLSTAQGTKRIYKFYWRHPDTTDCLNPKQCGFIINVTAMTENSSEAFNI
GLCTDVNDYPGDIHFHPEIISAQKMHFVLRRDYNVKSSKRPSEMVYISWDGKPVYHSNHVHWGGQSIPPNGYIALVVFYD
VSDVDLDALKKSDINLSRALRLEDLKTKSSF                                                 
>Mlei_ML014420a                                                                 
MFGNNMMECHKKEIRIHDVDEASFQTILSSFYTGFLSVCSQCVIRILKTGPAANLFETEDFLNLTPDRMSMLLDNSLTNC
SETELATAVLRWAARTWEWYDILSPSEHVSSPNSSTKRVSSPNSITLSPGVSTGCLDSSSDTSLNDSGIVLTEEYFVEFP
GEMPDIPSPPPSLPSSSSSYDVDDFTDSPSRSGRATRTYKRRSRSSPRNRKEPETSSKRKRKREEAPAEVETIRGLAQVR
QGQREIGEVLNKIEFNNMEVETLRGFLKFDIVGRIPELYHHIRRLAGSVRYRCLPERGSKISVSLCYHRCYRSNTENKDL
TFRSTETPTRTTSLYYLNNNRWHTLDTSFNINLISVKSLVLNNFLYLFGMQKVPGQHAVPRAFRFNQFTGIWREIAVPPH
SFNSNVRCIAFKDSILMIGATTSLGSGLVTFQQRRVKILRYFPQTDSWIELEQELPITNHQLQRYVSSIICHDGLLYFVS
RNALCSFDIEAEEPRMKEVAVISQMFTDISNYWLFAYQDQIILLGGLCSMQGGGNWQNREILIWNLTSESWTILQNNKPS
PMYEMLTGMVYQDQIYTVSHAAAGGESIAKIELFDLVRHRWKKGTNLRYESPVHCVEYGLTVGCMLVKPLQETD      
>Mlei_ML01862a                                                                  



MASHVEEKRQSGRLFPFIAITETWLKSYYSDAQLPIPGYSVTRCDRSKRNGGGVLLYSLSSLPVSVTESYDDGICQGLCN
IYPSAKLLVAVIYRPPDASLSSFSKLLDQVGHAIETHADNDYDLFITGDFNLPHIDWETLEVRSGGTSESNLSAQRLLNF
MSTYLLSQMVNVPTRGNNILDMVLCNNNRLVLDVMTEPTDLSDHDMVNVLLSFDPGVLEDAQASYLDASNFRSLDFNRAD
FSELNKVFSGIDGKELRDSGTFEEFPAKFIKKLPNHFDAFEIYFEICTYQVDKELLSRYSDYFDAMFSSPFSEQSSDTIT
LKHIHFKSVKVIVGEWIHKLSVQHGLKKTEKSAVKTIMKCFEQIYEDHEYLDFTGNLLFALLSDCDLNISDEMNAFNAID
RWIHHDPLTRKLYKDELLRCVMVELLTNQDLHKVITSDLVKNSSAVKQHYKELLSSNDVTGKRRNIKGGKGLGKERLGMI
SGRVYIIGGLTNKKTPGDVEVFIPSYKEQQRDCNTYIRRSFTQKLSADDVITQSDDVTKMEYCSKYVTQSYGGSAAVIDG
QVYVVGGRIDGDISDRLYKVELHTQSYIQLGKVPVWCDHATVTCSDKKLFVIGGYQLSDSGSTKFPSDLVQKYRKKTKAS
LLFGSTECLHCGLLAYVIEQCLDIPDRVRIDSGGGLASRVLVLGGYGKNKLNSVELITDGKTVEVMPPMIKPRHAFCAAM
VNGAIIVVGGWNERSVEKYDFRNKQWSLLNNFIKHRDCIQGAVCEEVLYVFGGVKKNEYVPTIEKYDPEKDSWKTVGQFI
VPRLYSAVAVT                                                                     
>Mlei_ML019411a                                                                 
MAPRVKVPMDFGRQLRESPSHNNLKLNTNEGKEVLASSVILSFNSPVIDHMTTTLHMTSVDMLEFSEAAVQMFVDSAYSG
TAEGINREIFRDMNKMANVFEVAWLVSKCSDYFTELTNSVTSGSYAELFFLFEEAAFVHENLKMKDFLNTTVKKIESLKW
KKQFLDKYLENAERFSTKKLDTVIELAGSDVDIVVQTLVNQLSEMFRIQGPSLPVYCKYLLDNSELHICQENNGALFNEL
FDVLRELPNEQLRWTLDLHRQSTAKMLSQQQTATGKVVSRPSCSYRSTEENPPQSSSATIVKQDNFTNASRCDIIPNLYH
YIDITMDFEQFKEWLTNSKSITSLLMAIEACWTWCNCSPNYSYPHFERLHSSINSLMKRRGWPPLPMIMNNFDWSFHSSP
EEMLYNLNWTRFCFQQTELDRTHVIITGVDPDRKHLITFLSQSSKLIFYFQHPSVNSCTLPGKCGFILKTIPNDAPCVLW
KLKLCTDDKDYHGEPVHFHDQFRAENMHLLYNDIDFSDALDLFPLSWLAWINSSTQRQCFVDYFF               
>Mlei_ML019412a                                                                 
MDFGRRLRESPSHNNLKLNTNDGGEVWASSVILSFNSHVIDHMTTTLHMTSVDMLEFSEAAVQMFVDSAYSGTAEGINRE
IFRDINKMANIFEVAWLVSKCSEYFTGLVNSVTSGSYTELLFLFEEAGFVYENLKMKDFLNTSVKKIESLKWKQQFLDKY
LENAERFSTKKLDTVIELAGSDVNIVVQTLVNQLSEMFRIQGPSLPVYCKYLLDNSELHLCQKANNRDLFNELFDILKEL
PSSESKWTLGLYRKCTEKTLSGYDNTTEVTSFTGKGSGLEVSRNCITTATHSNMVPNLYHDFAVGMTFKELLNWLSESEH
VTSLLLAIEAACVWCYYRAHCVSEKKLILPDTDDLLQKLTDMMASRRWSKLPAEFRRFRWRSYNFDLSQFCLQPSQSSKQ
YVIINSVRTYNLELDVLSKSSKLTFHFKHPSVASCNLPGQCGFILKTVPSDAVLWRLELCTKKEDYLNEPVHFHDSVRAE
NMHVFFVGTHLSFSDNTLVFFPLTWLAWIRNENMIKNWRSAPLRRDSRFKILYKLTNDDT                    
>Mlei_ML02161a                                                                  
MAPKICVPADFGKHHIGSPSHGNLRFNLQEGSKVYANSIILSLNSPIIDDLTTNLQLTSLDAEDFSREAVDCFIEATYTG
EIEALNLRNFRNVNKMSRVFNVSWLIAKCEKYFLSYLGNLDSESSYSEILFAVEEAVYLMSAMKSRHFLDLLVDRMSFVS
VYNRANFIKRYLNLTDIPHLTKYRIDACIAVVKSDVHVLIDMLILHLEKQGNISLDENTRYLLKNVNLSSCYYREPELHT
KLYSVLGNLQCVGKEDFHLLLSISKQLTIQSEARIDARKSNTALQSNTSSFVPVCFIESNGSFNSENLIKKVATNDDVQN
IYTFFDGLWFGLFQADHLPLNSIVSKIVSFFKGKQGWAKLDSEYIDCLYRTEKTSEFVCKLRLCDKLFRSNKLSSKIVFF
DFVGQESFVEAIFLQNSCFQFQIPDPEFADQQFVLKTTAMIGENPDTFNLNQCLDRTVDLPDVATIVGGSNVVTDYAPAS
AVSSDEVTDPDSTSNGGSDGLIDSASGSLSGSNDRTEPATGSTASIDSGKLNKLNEVFGFNLLETTDDQIDNLKKHPLAL
AVIQNLVKRAGPQGNRKQMDRIVKATFTKFSLRHSVTAGFDFLHLLGGPSKSTIKNNFKPKVPVLNYIDKDKIRDHIKVA
IAASHFTHDSINSYHFRSIMASKVIVPADFGKYRSTQPGHGNIYFIFKRGKQIKANSIIMSLNSPVIKDRIKNQQLNSFS
TKFGRKSVRYFIDAVYTGGVGVVHVNHIINVMKIAQEFQVSWLVAKCEYLVPFIDKLDCETSRFAIKHAKSSRAPKVSIP
IDFGRHLIGAPEHGNLPFVLDDGTKIKANSIILALNSPVINDLISRRSTESITAENLSKEAVGCFIEATYTGRIDALNLE
NFRHVNKMSRMFKVSWLSAKCEEYFVSFSEMLNNESSYSDMLFAVEEAVFMSAVNNGYFLNLVSEQMATLSEFKRKNFIQ
KYTFNLNYLSSHKIDNCIAVVKSEVHLLAELLTAYWKLTENKGLNKNSRHLLRTLDMAECYQVRPDLYAEIFHILESLSE
VSRNDFKLFVSLQKQNTEHSIPITPRQVILLETPQHWNQSFNIDEFFEELSAREDITSLYSLIDGIWMKLYGMKKVNVSA
YYRVIKMTTNLAKKHGWQPVNKDYTSCSCFKSHTTTEILIGKLNSFGNIVSKSSDVKAITVLEYSQHDFVEELFHRDNMF
KFHIPGDHYAGQTFVLLSSAVKYGIPDSFDLRWCLYNPPGGHSPFTLPKLHFALVVEREELRGDAVCGGSVTKYAHISSS
DTVKMVAFEIRSAMSSKFILPADFGRHHIGAPSHNNLTINLGKGDKIGANSVIMALNSPVIADMTTTGQLTSIEASDFSR
EAVNCFVEALYTGNLKAVNGSNATEVIEMGRVFQVSWLVAKFEKCFGLIADKMESLCFHNDEMLALRLKKAPKLCIPTNF
GRHFIGLPSHSNLTFHLGNGNKIKANSIILSLNSPVIDNLTTNLHQSSLEADDFCKEAVECFIESSYTGDIEALNLENFR
DFNKMSRVFEVNWLVAKCKQYFVSYLDNLRNGSSYLDMMFAVEEAVYLKSAMKNESFLNLVLKKMLSFPVSKRRDFIKNY
LSDLNKSSAYKIDACIAMVKSNVHILAELLIAHLRQSGNISLDRNSRHLLRNLDMTMCFFKKRELHAEIFGVLENLTEVT
NEDVKLFVHLHKQSTSKACVPFVPVIQRGSFERFLKECCSIDDILDELATRKDVTDLYSLIDGLWLRLYNVKEKSIKSYY
EFVEKITNVAKQRGWSTIDRKYAEALIHHSYTQDFLHAILACDDLVSKDSNAQFVKVFEYSRSRFGSTLFLQDNIFKFQI
PGEFYLGLTFVLLTSSVESSPDCFDLRWGLFDAPPGCNVTCLPMLHFFLVELDDEGEWKCILPITWCGQPTCDDTDGLWN
WGYVKLHQKNKGNMIKLVGNAKGYVDWRCYHRVGVNSRLRMLFLDMSDDSEPGEIKSPDLSSLSRQKRSTDDKRSYKAEK
KIKLEKEFSTKLGREDYKDYRKEDYRREERSNYDRDRRDYDREDRRDYHEDRKDYERDRSDKRDSDYYRRDETGGKRSAV
RDDYKEEKLAKKRPDEERVRLSREDELREKIRTINEEINKDKKREARSPSSSSDKKEKKEKKDPSEKKKKKEAKKNKEKQ
PPSTQEKYEQLLKEKLTAPSAQSPEEVTISHTTVPTVAAKKKSLLVDSSESSDNDMSDEEMAEAESSPVPLRPTPSPSPP
PDPLAGLPPYYPALQGCRNVDHFEYLNRIEEGTYGVVFRARDKRTNEHVALKKLKMEKEKQGFPITSLREINTLLKGQHE
NVVHVREIVVGSNMDKIYIVMDYVEHDLKSLMENMKEPFLIGEVKTIMRQLMSGLAFLHDNWIVHRDIKSSNLLFSHGGI
LKIGDFGLAREYGSPLKQYTEVVVTLWYRAPELLLGSKLYSVPIDVWSAGCVFGELLSQKPLFPGKSEIDQINKIFKELG
TPNEKIWPGYSDLPAKQSVSFVNHPYNKIGNRFPPSMLSKQGLALLNKLLCYDPSKRITAADSVDHPWFHEGPLPVDPSM
FPTWPAKSEMNANPKKKIKSPTPPEGGGAADKLENSGFKFLNALQGSSAKGPGFSLKF                      
>Mlei_ML02196a                                                                  



MEVSKVSLPADFGIENLDCPVHGNIEITLRGEEKMRANSMILSLHSSVFQNMFFNHGRTAVDLVDFDTDIARQFLGGLYN
GKVDIEQKNFREFHKLASIFKIGWLKIRCQLAFFKIIKANLAKYGDGAEEKEISDEIMKETKWILDEAIYGKVVLKDPKL
FDVSVQVFSIRVGDGRKSRFIRYYLSGFSRLLTEQLDICIKISGENVKVLLEILKDSMMDRTGMGLGKNTTYLLEHIDLV
KCRELEPDLYKDVFNSIVQMKNSLVSKTTELKKQVDGAV                                         
>Mlei_ML02809a                                                                  
MSNIPLPADFGLNKLRSRHHGNVLISLSGGRKIRANSVILALNSPVVESMFVETDQDPQLDLREYNSAAVIKFIEAVYTG
QLKLDTVLFRDVFKLAVVFEVAWLQERCEGYLERMISQAVQDDYDSMYYLLEETRHTAELTHDKTLLNIVIDKIFNSNKS
NFITRYMADYRALSKSQLDLMIDVSRDQPTLLVKIVIKHIESNGLILDEATKYILTNLNLLGCLVADKILYDCLFDLLFE
KVVDLSFDDLKLIVTLHKTTFEAYLAALDKDDDSSDKETGNLSHIGRQSTPSILKSITIDSLPIISRLKSFDNDTVTISS
NNSSLTEKSDSSLPALHTPISSRSRENSTKDNRKTASLPCISSETLELQSRSVPNLFHSLESLRGQSFHGMVALNRLLHY
DKVANLFMVIEALTYLPNLPTYQAIEALISARKKYNWARIPPKFLESFSRQPHTHFIQQIKKTLGLCSVRDTVQLESKNF
TTLHDLVRKGCRVHFQIPARLGGGDFTLNVLPASTKNMNNFDIKFQETNYHDQYLNMSVDKLHLVVKEWDRYHGNRVLTR
HVTWCGRPGVTWSGRNRERRMSWGEISEFRRVKLVVYCDIRQFSVR                                  
>Mlei_ML034615a                                                                 
MYYFRMRINWLQRSTTGLLEGIDFGVKYKSDTCHGNIIIRLKHEKTLKANSLILSLNSPVFDHLITDLGQGEIFMELFEE
PAATRFFRALYCGEIGKLTRLSQLQDMTALAHIYNIPWLTNKCLNYFLDYPHSRVTAEFIRKIEVSATWNKMTEENFKKA
AEEAAAKMPPPVKLEPLPPRPLSFMSNGKVHRVENPPKTSDSQNTLLDKVTKN                           
>Mlei_ML03611a                                                                  
PLLAMFRSRPYNSGDAPPPLHPPTPVPAESPPPAAPGDEILLESLLITAERTGNSAAAAANEMNLERWPIFSLLDNDFTG
TIKMVCVFGNNGNEAIVVDHNDDVYAIGSNSCCCLGFGYQTSTLSPRKVEALCKKDIKTFAYGSGPHVLCITGSGELFSW
GHNGYSQLGNGTTNQGVSPTPVTSLGNKKIVQIACGSHHSLARTDEGEVFAWGYNSCGQIGSGTTNNQVTPRKVGGVLNG
LKITDIACGQTSSMALSSQGDIYAWGYNGNGQLGIGNTTNQPTPRISLLTGQVVVVKITCGYAHALALTDGGEIYVWGAN
SYGQLGTSTKCNTLTPVKIAEEYGRFVDIAACHYNHISAAVNHSGKVYMWGQCRNQSIQTPTETKFAHVVDVFACFATPS
VTPYPMSVEHSKLGSLNQSIESAFDDRSTADITFQVNGVAIYAHKAILKIRSQYFQGMFRSPFTESSQDVIEVSQFSYDV
YRAFLEFLYTDQVSMEPEDAIHLMDLANAYCEPKLKYLCERIIKQGITTGNAAHLYSAALKYKNQDLQEFCFRFALNHMT
AVVQSEAFIKLDNDLMKSFILKASEQGAFKT                                                 
>Mlei_ML03635a                                                                  
MGSTTGEKDGDRVEYPTFEETWEFSDLVLVTKQRKFHVHKAVISMWSSTLKCKILDLDNSLELEIEDGESLPSDDVLQLL
QTIYPPNKPINEDNCEKLVKLANRFSIFELLRRCEDFLIKNKTPTL                                  
>Mlei_ML03784a                                                                  
MLTADTPVKLPSKKSSKKKSARPKESEIVQIPGQNSFRALDPDRGRPDDVTKSNSSGPAKQSAKQSKDGFQKGTPPTSDP
IPSEIKCTQRKPSNPLSNVPSTPSSTEKQGPCQIRNTETKPGQESLTRNNRTCHGKPIQLAASQSQTLKTTTSQTSQQAT
SETITPSPRTACPPVQCHEAWKLQIVTSFRRLFNDENSSDVVVFLGNDRIYVHRLILDVNSKLLRNQTESLHNIEGRLTL
DLLDYTEDQEVVRDIIKSFYTGVLSINRLAIKLRCEKLKELCIKKLDTPLFCTLMDSGDMWTLEPELVKALLAADDLCIE
ESDKFLQLCFHTCQLIISVKNQVFYYVSRWYEFDMEKRGEYMTELLMNVRYHLLSQEKLIGPVYDWISNVKGLEDATKLQ
LFIKINKYMKVPGLVSLKSIPEVEHVTQSTSSTRKLSPDDESLLKLIVHSVQNNNSAKCADAQQLIKVLRESFPRANPTT
RQCVIEYISDNQLVDPLNITSLLQTYSVTKHLNILKLCVQYIMSSITTNIHHVNWEQLSGEVVRDLLLEIHAGKYEFLLV
ECAMRWSEHHPSDQTTIRSLLQTICYHNIPESYTSRVLLPHVQHLLPDVRALTCTRHKTHNITTRPMTIHHTAPPEIYLL
KPFKLFTKDHIISLDKKFADQPISVKTKMRAIKNRKGRPLPGYVVLYDANRILDRYPVSAKLTLGALRQILEKAGNLQFI
FLC                                                                             
>Mlei_ML03788a                                                                  
MPIQMEGRKVKKTPPLQRSSRPPTIDLSVTRDKPPTIDLSVTRDKVLDDPFPLVFEKSVLKSEPPGLTEPRAAPNNDISY
MAQDYAKQILEIMNDLRKIKKFCNVVLIVNDAEILAHKSVLAASSTFFRAMFESKQAENQSASVTISGISEVIVKELIEF
AYTGNIAVGRDNVKDLLSAASSLKFLPVRDACCDFLHRHFSASNTVGIRYFALLEDCTELVQKAEDFIARNFTDVAKSEE
FFMLSFSQVCEIINLQKYPFRNEQVVAIALFCWIHHDVDARRHFFKDLFKLIKLDMLPAPFIMTSLTHNEMVNDCPETKE
AVLLTVAKLKLLSEDVSKVITLQRMFLRICLQEKKRPIKIPMTVGEVTSAVTTSESIRSNENISTHRESSGVTKRDHITK
RDHVTKKSELITVDVDQKKKGEFVRGCGNAMFVVGGACNVNMTDAINKVEYYNPTLDKWYEAGPLKKSRSLVGVTVLRGT
LYAVGGFDGISPIDTVECYNQSTNTWSSMGRMISARRGAGVTNLNDKIYAVGGYDGTKLLSQCEVYHDNTNSWEPIATLQ
TCRFALGAAALDNKIYAVGGFDGVSHLSTVEMFDPYTNTWKNVASMSMSRSVLSLRLNTASSNMSLPGEYNFTPDFTLSS
THLEDFNSLGYILLRNFLCPAEVAKALRVFEETDIIEKHGFGIPDVSGRMPRMVLWNTPGDDVTGMIC            
>Mlei_ML03807a                                                                  
MTEGSYEGMPLIVNDPGHASLALQAMDELRKKRCFCDVLIAVEECDISAHRLVLAASSSYFYAMFTNDLHESTSKKIEIK
NVDSQTMQNLVNYAYTSQIEIRKDNVQVLLTAAGLLQFDKVQEICTDFIKRELTPGNCIGIYNYADRYGFVDLLRAADDF
AKRNFVEMCLSDEFLILDKGRLLQLVSSNELNVLVESKVYEGVMSWVHHNTEERAEHLPELLAAVRLPLISSKYLVDHIE
KEELISENESCRVLVEAAKNHHILPEHSSGSNQVVPRHAYDSEGLYVFGGYHRTVLRTGEMYDANTDVWRELPMMECQRY
GPGSARLEGLLYVAGGHDSCFHLASVECFNPRSMEWTKAAPMLDQRFGVALGELNGWLYAVGGRDSKERHSSVECYDATL
DSWKYVNKMSFPRSGVGIGVLNGALHSVGGYDGHSDLASVERYDPRIGEWHCIYPMTHARTLCGVAVLNSALYVVGGRCG
NTKLATVECYEPRTNTWSLVEPLTVPRDGHGLGALNGRLYAVGGKTDTTKLEVVECYDPVLDCWSMVTPMFDKRNIVTLA
VI                                                                              
>Mlei_ML04284a                                                                  
MGRRKKTSSRSLSESEHRASKIVPECSTQATENLAVLTADQAKYLLGNPRVFTEIFQDNSSGFTILHQICKEGKAALLTD
ILQLISLAQVSTSHLEHQDLESGYTALHDAISYGNIHCAVKLLQQGASLSTPAVDGFTPLDLAVWNQFKNGFVPESKNLN



VLTWGTNCNYNLGHNHDGNLKVPEKVKRFSRDKFTSSICNVNFGKYHTLFLDKNGNVYSCGYGKGGRLGLGSESTHLEPT
LIPGLKNIVKISCSNDHSLALSADGKVYSWGINTNMVLGHPEQKNLLKPQVIKATFTFEKILTVKAAKYHSILVAADQIY
TFGFNGGQIGHMYSEEEYQIVPRTVTRLRHKPGDNLGKIAHVHTSAAATVVGFENGSIFVCNQYDIKKVATLNRSDQVMS
LNIRQGHSYSSVKTKKIRVTGGSLARQATTENTNKKSKPLLITILDTNGLVFCCIPDMFKNVLLYHWDVYNEKFLVSDVA
LGSNSLLLLTTNGEVFSCDPYPTLKSEKEIRRDHSHKTWSSASNRKKESLKMLRPIKLLKKAGLHNGTKIVCNGTGYVNA
CIVQDRISTLDFLPSVESSTFTSEISALFDNDDIYETDITVYCQSGRKVSAHKALLANASEKLSNLVQNAEESEQSYIEL
SETDESVTSMLETIYMINLPPTAKRQTKHPLLCNGMIDVNRCVKIDRNAIEELSDVVLVSEEGEKFKCHRVVLAARVEYF
MTHFLVNSRWGAVSLNQEIPVDANKRTLSDFIYYVYTDTFPSNYTFESLKLLLKLSDQYLVSRLKSFCEVSLVAFLTEEN
LIHVLRTANDYNSHNLRAVCLHIVAMNLPFYLEHRLLDHLEEELLEQLDIIYKEVVLFHLTRSPNLDYSVMEYLKYIADF
TTAVEEKAVVVKTPIKGLPDELDEYFSEEDDVTVSSVPEQSTETSAVSYDVLPSSSSGGSLTLPEDKTEDVSLESAIVEV
NINKKQKNRKLKVGAAPPVYNKQVVSGPDALTAQSSSAVVPTSSHENSITTKSWGTPTTGAVSLNRSLSEIIEEEERQKK
LNQKTKESKKAQSRLSAQNIVTQNLAKNEGGTRTSGTPWGNMGGHARCFTPRHNVNGEFWYKLQTKTFPFG         
>Mlei_ML051328a                                                                 
MAPKVTVPMDFGRHLLRSPTHSNLTLKTKAGGEVSASSVILSYNSPVIDHMTTTLHMTTVDMLEFSEAAVRLFVDSAYSG
TADEITRENFRDFNKISSVFKVGWLVEKCSNYFSELSESVKVANYSDLLYLFEEAAYVYENLKTKDLLKISLDKIKSFSW
KRQFFEEYLINAARLSYRKLDLVIELAGNDVEFVVQILTKQLSDLVLKQGLPVYFEYLLEHSDLSLCRQSNKILFDELFD
ILDGLPDDKMRWTYGLLKKNSKNDTRNRDETTPPNFTISAAPLLLSVEGGVIPNLYRSFNMDMSFEEVYQWLLISDEVDS
IILAVEAISTWNWYQCFKKSSPTVKFDVDLEVLQGMLEGLRSIRGWCKLPNSFSSYQCLGGGSLSYLCSTSIEDTTYHYL
TPELSLTSETNGLDALKSSTKFMFRFKHPAVASCNLSGHCGFILETVPSDLALWKIRLCTETEAYAPGRIHFHNEIRAEN
MHVFVRGVQVGLTTSIIPVIYPLTWLGFLLEEEDTLEKFISWTRSNSFRSFGVFYKV                       
>Mlei_ML051329a                                                                 
MAPKVTVPMDFGRHLLRSPTHSNLTLKTKAGGEVSASSVILSYNSPVIDHMTTTLHMTTVDMLEFSEAAVRLFVDSAYSG
TADEITRENFRDFNKISSVFEVEWLVEKCSHYFSELAKSIKEPNYADLLYLFEEGAFQHENMERKDFLNISFHKIDSFNW
KSQFFDEYLVNASRLSTKKLDLVIELAGNDVESVVQILTRQLSGLVLKQGLPVYFEYLLEHSDLSLCRQSNNLLFDELFD
ILEDLPDDKMRWTYGLLKKNSKMVKIKSGEPSSFPSLSPIPLELDYVQPNMIPNLYRSLNMDMSFEEVYQWLLISDEVDS
IILAVEAISIWNCYRCFKNGQRNLIFNVDDDILTDLLDGLRSLKGWSRLPFPFKDYECLGGVPLTSLCLQSNEDPTYYYL
SSEIPRYIASKQWIGLLRKPTKFMFRFKHPAVTSCNLPGQCGFILETVPSDLALWKLRLCTEKEEYTSTLLHFHSEIRAE
NMHVYYGVHKYWTSKKKHYSKSILCPLTWLGFLQNNLDVVFEKFISWTESNGIGFFNNINLGVMYKI             
>Mlei_ML05698a                                                                  
MEFREEIYNTRGFSSFLQYRQDRRFCDIALKCQDKTLHAHKIVIASQSPYFHEKLAAGDDDAVAVVDIPKHISSSTVESV
LDFMYTGSIAIDSFNYRDLMIVQKLFEIPDLSEMLYRTLRKFIIPQNIRHFIKSYPDFTNITSLKEHFDHVFLHSFEDIS
KDLLSVGPELLNVISLLGRAELNLKEEESVHAFLDSWLSLNSLEVRNFSILQK                           
>Mlei_ML059210a                                                                 
MASYSNKERFGSEEEAATKLEMICSPSPSHIKSEGIILISNEGTRFQCHRAILAARVPYFKQYFTFNSKWGRESLNKETS
IDVNEKTLTSFINYVYTDEFPGQQTINDMVQLLIFSDQYLVTGLKSFCEAGLAKRIYDDNLFYILQIANVYNADALRAFC
LNIIAINLPFYIYHRLLDDLDEDIVRQIEKVYKEVVLFDRNTSSNEDSDSLLYLATMVEIFNLVEHEERNESVMGKKPDY
SKSNSPHNIAVNENPGAWMLHADEMFQEGEQIQQTSGSVASPPLENHSNFTPEVQFNSTSRSWRVFNDCSKKMSMPLKHI
IEEDERIRLSEKKKNKHQVASHSNSMTEPRGWMSLDNGPTTSTRSFQEIMQEEEEARKSLAKSKIRTSRL          
>Mlei_ML059817a                                                                 
MSQQRPTSPPYKIREPVMYDWRGTFAQFYKLQQSGTLCDLTVQTRDGDLPAHSLVMFTRVPYFRALLEFVSTSDRQHPNQ
TDLMNYDLETVECVIKFVYTGVVQIESLSLLNKVFCLADFLQISNLRDQCEDVIFSTLTLDNCVELANFSSLYSTIVSHH
HKTKLLEFLLSRWNYVIRTDNWTELKYDIFIKLVISDEFNVKNEEQVLSAVLEWVSAEPSRLSLLTTLLQDVRLHAVSEK
VLEKLEQHPLVASTPGCSRLIEEGRFFASNVKCDTAPIRLKPRSYMDRSVCVFCIYKTYPPEVLYPRPDFSNVACPHNRE
TLSRQYDARYNAAYCNKQVNNCNVLVYSKIHDHWEQPMDRVTRSWAQDTAMATRGYSVFLLGNRQWEFGGASPSPSDEVY
DGTVSFDRLSQTWEEQGNLPFPVMFNSCGSVCGRLFSCGGLNLARSVGAYCIPTFLLSTEDGHRWEFMNDMLCARRHHGA
ASLQERVFVVGGKTKGEDLNPCFFSESWDPVVNEWVKIPNPWNNRSKLSLCSSSDRLFVLGGFNLNPEHLCYDYTWEWYD
PRDGKWSTPLPLPGKYFDFRTAYLDDEVYMIGGCTSFDPYGDEVWSRDVNVLDLRAMKWRPGAPLPLRAPPELSELDEIL
NELSLEDSPNIPIPTGTAVLS                                                           
>Mlei_ML063312a                                                                 
MAPKVCVPADFGRHHIGAPSHGNLTFNLEEGVKIRANSIILSLNSPVLDELTTNLHQTSLEADDLSREAVDCFIESTYTG
EIEAVNLDNFRDVNKMSRVFQVSWLVARCEEYFVSYLDKLDSESSYTDMLFVVEEAVYLMSAMKERDFLDLVIAKIDNIS
VAFRNDFVQNYMSDLYNSSKIMIDACVAIVKSDSHVLVELLIAHLEKQENKHLDVSTRYLLKSIDLTTCCRNDPDIHKRL
FDELANVKCEQEDFHLLLTITKQVTSQGHFQDMGAAREYYQVCYPNVSAKSLSDKNWANINFFPYSNDF           
>Mlei_ML063314a                                                                 
MIVKCSSLCSQLMFMNNLIIIVVNASNLVGSQTMAPKVCVPADFGRHHIGAPSHGNLTFNLGEGVKIRANSIILSLNSPV
IDELTTNLHQTSLEADDFSREAVDCFIESTYTGEIEAVNLGNFRDVNKMSRVFKVSWLIARCKKYFKSYVNKLDSKSSYS
DMLFVVEEAVYLMSAMKKRFFLNLTVKKIAYISVTRRDSFVKEYLSDFGNASVHKIDACIALVQSDVHVLVQLLIKHLKQ
SGNKSLDEACRHLLRNLDLASCFERMPEVHDEIFRILENLTNVSKDDSLLFLSMFKQLTSKKPCSSGTLSPVLHLRSFKS
YLDTSVNINNVLSEFSAREDIANLYTLIDGLWLRLYCINETNVPFDSNFIQKISDVVEQRGWALICAKYVMSLISDSYTN
QFLEKIKSCDKLVLGPDGSSYATIFEYSCSEFITEVFCKDNFFKFQIPGPYYTDDEFVLLTTAMRHGNPDSFDLRWGMLD
TQNGHIFTSSGLPELHFALVVMKDDHSNEWKYVLPISWCGKPTCDKTEGYWNWGYIKFNDKTG                 
>Mlei_ML064928a                                                                 



MRQLQPISRKRARLDGKLLLEDRNHNSVCMIAMNDFRKRNLLCDFVIHAVDLDGDVVENLIDFTYTGTIELTLVEVQAML
VAAHQLKFITVIRACIDFLKRHMSAMTCISLRQFSKTIQCDELKLSADVYILQHFREVSNTDDFCKLAYSQVWELISSDN
LQAESEDLVFEAVMTWVKYDVQNRRSYLQSLFSAIRLPLIPIRYLLQKGGNIMTWVLGELSNSRISQVETEELITSDVNC
NSLLHKAKNYHLLPGFEQSSALSSVERYDIYNNRWSYLPPMIKERSCAGATVLDNCLYVAGGNSSSTTLNSVERFDPRDN
GWSAVGNMQFPRNGVTVCQCKNMVYAIGGHDGHQELKCVERYNIRMNKWESVCSMHSHRSYAVAGVVGGEIIVVGGYNGS
INLATVEKYNPVNDSWSMLSMLGSPRSYAGCGVVDDNLFVVGGCDVTQCLNTVEMYDSASNKWSPSERINVPRACCGVSG
LYFSS                                                                           
>Mlei_ML064956a                                                                 
MELASPEPQKIPEVATSSRGSTPHSSSNSGPRSIVRSSSSTSSSTSGQDKYFYRDKLVFDPDVYINNPSYSDFIFKVGSS
EIGLSGIVLAANSSFMHYKIHSENCKRLDVTTLELDVDQVKEMVRPLYNGKLSLSSRNLLCFLTFSTLFEFQWIFDCCLV
FFTEVFFQTYA                                                                     
>Mlei_ML06977a                                                                  
MFTNGMKESKSKEIHLKGIAGSTWANIMIYMYTRDIFINKSNVLDLVGASSMLQIEDLKQACSKFLAQQIEPNNVINIRS
FAHRMFLEELKEIATNFLTDNFEKIIENEEFLDMDVFDLIDILKFDFLRVRSEYVPLFAALKWLQRDLKHRIDHSHEILT
NIRLLHFNNTSYLQRLIDKLPQQLESPEDCEKFIANIGKRCSKRRLLGALTEDSLSYPRFLLQ                 
>Mlei_ML073023a                                                                 
MHELQLVALKLFNSFLMFFSILITIHCILTKAEKHLLTITSLKAMAPKVVVPADFGVENLHCEFHGNVVIKLQGGEDMRA
NSLILSYHSSVFVRLFLELHQSVVEMDDFSKESVKSFLEALYSGAIQLDRQLFRDVNKMCHVFKVGWLSRRCGEYFADLV
GDVRPSTDYQTLLFLFEEARFSLKVMQCDKMLDMVVQKICGLENRAEIFVEPYMINYRELSIGQLDLMLKITKSNPVSLL
KIIKKNIKLKEMLFDDMSRYLLENIDLFKCISDDEPFFEDLFDFLEGAKFSSVSDTLLVNKLYRTVTKALKNRIGAKTST
VPENQLPNVFCSFESYYGLSRSEFFEKMRISPLVQNLYMFIEGLLPVFYKIGFSPIIVHEIEVTRRERSWSRISPEFFTS
CHSVFEAALVPMLENSCDLVSVEESFKRVGKVVGPNNGISKKRSCKIEDLFFSPMSFAFHYKHPTTEICNLTGKCGFLLK
FQPETKSGQPYKFKVNLCLDQKEYPVGLHLHAGLIRADKIHLVPMFQNFGLGELKYNHATITGNGNGVSKIFTDEDSLTW
WKIGVSKVQPCSKVKIMAFVTI                                                          
>Mlei_ML073246a                                                                 
MSRVNVPADFGIENLESPVHGNVTLLLSDGLHRKANSIILALNSPVFRRIFIEQEQSTVDFKMFDAGSVRLFTRFLYSGK
CRFHHVSVEAVREVREVSEAMEVDWLREKCERHLAEHESTLTPSIPVIERPSSRSSFRSESRSSRDKSNKHDLTPEDNIA
DFNYNRSVTDLQMDVSEMDLKLLHTPSSEEVPSTSDETRTTCSDESYRSRDKLRKEASRPPEYKRIRRNVSCGSGMDSEG
DSDKRSKRYRQSDSDNKSSGSRSSRSCSEFSDRGHTLQSQIITPTKQKDSRSKKLLFRDINPDLSNMFHQYHDTLEHLVM
NKTDLASVLGVLKSCREIRSLYMLFEALDLVVYNNTDISVTELDLGLISELRKRRGWGKVSPHFLENCSFYNQHFVDSET
LASERKELTSRSESVKVPDSLPPFSVRLEDLLRSVRVIEFQFKHPNIETCSKRGKCGFLLQLTGETQRNRATQRDRSTLL
HVRLLRSSRFYTNSKVHYHDEVMCPDSMHLVVEEHFMTRSATGRNSRTHFVSWRGRPFLERHGKSEMVSWGELQIPAQRH
VRLVVYYDVGGGEDKGRRKKS                                                           
>Mlei_ML07447a                                                                  
MASSLPETLNVSRFFNRKDFSNTVEIIVNDTKFICSGVVLAHQSPVFEKLFSTGASFVLLQDFFYSGSEIFVEECLNLLY
GGKILVTLQNIEALTRFSLIYDVKFMYELAIGWIRDNITYLNVFELFNIGNLPEVKSRKQDVYNHCLEIMKRCDVEVSQE
MSSRLKSGKVVAGDFIRDMIRMTNCPALMGFLVSFCGQSEQNTNFVLDLRENVDFENLFLDQKELFNSLMCSMKKHTESP
FRLKQLLEIQMEVLKL                                                                
>Mlei_ML078928a                                                                 
MSVTSFFGRRSSRASVNSNVSVSSSNLTSITEDRKKSIINGTNKKYLLKKRSWSILVHDTHVYVWANCSKYRRYINPFLL
HDLNRKQNFQSVPELDSSSDGAFADDDVQPGAEKKQGSPNLGRGSHYGVRSPSKPPRSPDTRRGSPDVAEVSSYEPLDDP
VDLAADKEVEKITGPPVRPEDDHDESRSQSISLNPKIDFDDVTDSDITLRSVVTADGLLREYNSERHARLLLDGIGDIFQ
ARQFTDVVVKIGETEIKAHKCILSACSKYFRAMFTTDLKEGQTDVVELKDMTEDSVTKVINFMYTGRIQIVTDGVEDLLK
VADMFDIQEVREACTDTLIRNLCPENCIKSILAVILLRLIRCLVMNHDRSMLSDQYPRMITKHIIFLCTLISTLALQELK
DDTFISFITKSTKFCIMFYSPSCGTCRASLPIFRNAAMKIEAENITNFQIAQIDVSEFTASGDRYDVWHYPTFIIDGVDL
PYHQIYKGSPTSAEELAKWIRQLGSPDYLPPVSALWVLDEDSIDDCVEERICLIQFTDSRCVQCLGRAYQIHELANHIDN
ELHGEGVKVAQVDLAKYPNLGKKYSVELRGAEVRKVFRIGKMYEYNGPDDWEGAVNFIKARLESPLKEISTMAEYASEFL
SGKVSCSAALLLPSNGNITATKDHFLTWAESTRDFCSHFLVTNNVVLESMAVESPKFVIKHSAKTLISSEPPYAEIDVVA
EALPIWFAEHFKKHQFSLVNEIDGRRITTELQNLDQYVGIYTENPSWDNVDFKEEIAKIAGKFQDSDIPFFIGDVADVSV
TFEEADTINADVPFLFLIRDKNDRIYTPNYKTLEKFGHKPKNQYLTYVTTYISQYLEGKIAPRITSDKDHGVEDGVLDIV
GTSVDRVFNRTDNDILLLMTSSNQCRSCPRFEDVLLKFGEKYENSETLTVGLINVETNRLPRKLVMRSSPPHLVLLPAAR
SGPFDGLVYFYDEVTENKLLKFVTDHGKHDVIEKKYQKQIPRNGQRGNSEFFDKEDVTSEEDPGSFQSMRISVTEEKKDE
TVNHDNLMVENPEFDKLKEKTEKMLKERFGSSNYMHGSNINPSEHKYDEIFDMEVEWDPEETESMFGRSDSSLGVEQSSI
EDRKSADDFGDSSGGSVLHDEL                                                          
>Mlei_ML08445a                                                                  
MDLAGSTVVMYSEAHGNMMLKHLQQLWDDELYCDVVLKVGEKLIKSHRVVLCAGSRYFSTMLTSGLRESNQDDPIEIQTV
DPRAAELLIKYIYCGEIQLDDQTVEHVLYAADLFDIPEAVSLCCKFLLRSLTPYNSLYTLRLGDMHNNQELYNAALTIVS
QQFTEVVKSVDFLSAPPNQAIDLLGSDDLNVKTEITVIQGALAWLDHCDLLRDYKSTQRDDTDEMGETAEHQSETEAVKP
LSASEKRIRRQMLDTIRFPLLPRDYLEGLTDDIATRVCKQELKAALKERKSIPELRKPVTLRRGMHYDKIYVAGGAGSSL
AELSHPKLKMEMFDPVHNEWVKQAEPDFMTTSPHVGSLACTGDYLYVIGGSDNSGRPRNLVHKLNILTGVWEEVCPLVTS
TTKPGVCVVEGRRIYVGGGWDGSHPQSTFERYEESTGIWVKMRSMNRARMEFPMVTCGGKIYSICGNTSDYSNVAQSLEV
YDPSDNGWTELQPTIRPRWCPGAAVIRDFIFICGLPGKDRAGLREADKMYTVERFSPATGQWNIMPALSNPVGGACLVNL



QDTLYVLGGSDGTAPLASCSTAQRYDAEEQAWKSLPPMYLARVGASVAVTTRP                           
>Mlei_ML085025a                                                                 
MNEDDPLSPMIKSSVGSIKKEIGVEVPSHAQRILRKLNEMRANCYLCDTELICKDQSFYVHRSVLSGGSAYFSNYFDRWF
PNADQKKVELQSVDPSALSVLLDFLYSGVLNITTSNMFDIFVAADTLQVEEARHVCITKLHVHLNPDSCVDMLNFAMHFF
LHPLAEAAINLVCSELLVYNTESRTSLTDASWSEIQTWIKRNRMVINPYTVTYNLLQIRPGSSSKLREIFTDMIDERTEG
LLTAQVLPTALSILSAARANVETKGEVTSNTPTCSSSETPSSDIPEIPQENKATSQTTLDLEPHEDVERAPEEVVRVDRE
ITSIRIPPLPDSWTEVAGPTTSQYFRPSRLWTISCNHPGGYGIDERAAKKRRVAIEDGTPRWVTKIVLLGGCNSTTSTVH
TIFHNIQPFSVVTGVTVVRDNLCHDILPDPGKNHEQEWEECGTLSQLCYGCAATTAGTKAYVFGGKDANSQYLAEFQEFD
MCTNTSRRLARGPQPKEDAVAVRIGEDIYIVGGRNSTVQNSQYLVDKYNIPSGKWEPVSPCFKIGYQGAAAACNGLLYTF
CGQRPHGKATDTVMCYMPHSDSWSPQPNAPTTMNSCQAATLQRKIFLLATEYKNLILYHFQPDQQLWTKINKSEPSINEP
QNFFIMNSAVVAHEGHLYVLLFMCEDVVRVIRVQRFNIGTGEWEIVSTKPVPVQNSGVVLNSFITNIKPLS         
>Mlei_ML085027a                                                                 
MTFYEEPAPKLSVPADFGVELLGDPNHCNVSFNLRDNQQIHANSVIVSLNSPVIQRLISDLSFKTIDVFDFQNDAVQCFL
EGCYSGRLAKINKVIFREVNKMAHVFEVNWMEKRCVSYYRYLTDNIPDKYNFLDLYYLFDEACFAARQLKTEASLNDITS
KLSSSASYRKCFVPKYLEKKAGKLDDIELKGIIKVSQRQPELLVAFVIDQLKVDKPSLSKEAKYFLQNINLLRCFRKNRD
LQKSLIDQLDRIESPSAEDYKLVLSLYKSCNVVVEKYCSLNNIFNSFETINKFTDFTELHEFLNSSPDVKSFNMFFEAVF
CWLFNHANPATKLPADLSDSILKMMSQKGWRNIASHLVKMLIVDGERLSVFKSFENAIRKCQAVSADGYDYITSSREYGW
EDLLFNENYVEFVTNELKLNPIEGPCSESGDCGFIIHITPSNEEDNTVFNIQLLQDPAAYPRHIHFHEDVISAENMHFLL
EMTFSGKKRLFPVSWYGKPNCNVNGSIWKWGAVYFIDKGETPLGFSDENIDWRWGLGRQAKISPAFLIQKN         
>Mlei_ML086627a                                                                 
MNSCEKCGVDLSEYFNNQIFSDVRLYTKSRTFFTSSLVLSIHSPVLKKLIVEENEKDIFLDSFLDEEEEMEMIISSFYNR
SNLQVTAETLFTVAKFGVTYEVPWIWQAAIEYVKSNISRDNCISLSRAGYRLKENFNFPPVSDICCAFLRSTKFLEEIVV
DLENIEEDELFLSLPASFFKNLLQNSFRRDESRMVNLVKRWLGRDSNVIQAMEILPLLQLSQLFLVNNTLHSEFFEFLAT
SDKLTTEDKKTILELSARSIEKSKNCMITALGFSKEVPKEMKGSQSIREFLLSPTWLKCSFDDILMVRQFRGANQFIHIE
IFLVWMETNPITESQVKAVLNSVDLSRVTKEYVDDLIAHLKKFAYPVLPDNFHTLFDAKIAAHNFEEQTIREYAAQNLNV
DNVKSLKMKKHTLSKRPCKLSRCYERTLGSVEIKIKRDCFPFYKTGRQNIGPTMLEHSHNSQVHHVYFVVESRIVSCYGH
PWERLEEMLRPDCKGCVTIRVVCQGG                                                      
>Mlei_ML08884a                                                                  
MAPKVCVPADFGRHHIGAPSHGNLTFNLGEGVKIRANSIILSLNSPVIDELTTNLHQTSLEADDFSREAVDCFIESTYTG
EIEAVNLGNFRDVNKMSRVFQVSWLVARCEEYFVSYLDKLDSESSYTDMLFVVEEAVYLMSAMKKRDLLDLVTPKMNNIS
VACWSKFVQNYLSDLSNSSSVKIDACLTITDSHPFVMLEVLISHLEKQENKALDKSTRYLLKNVDFTTSFENNLDIHTRL
FDVLENIHCLEKEDFQLILSLTRQLSQPTTPAHQQISKEKQHSESMSESKAVSVELLPFSNDLFKATHQMKVRFDFCQSE
IPNLYTLVDALWTWFYEENYGYQHEYQHKHQHVYQDEYHDDSQDESQDDFFENELENFPDLESVFIKVNKHHDWDMLDYK
YVDKLYRDTYTDILLASLRRCEMLTPKNEELGKAIISHYYDAHNFVMEFFLQDNSFNFYLVGDPIFENQKFVLKTTAMKD
SCSDTFTMKYDFADSNGKLDLPKLHFCLELSAGESDTVCNLEPYLLPLSWCGNPTCDVTKTYWNWGYIQFHDKDMEDIEM
ITVNEDMKNGGCYHNVASKLCRLVAFVVS                                                   
>Mlei_ML08886a                                                                  
MAPKICVPADFGRHHIGAPSHGNLTFNLGEGVNIRANSIILSLNSPVIDELTTNLHQTSLEADDFSREAVDCFIESTYTG
EIEAVNLGNFRDVNKMSRVFQVRWLVARCEEYFVSYLDKLDSESSYTDMLFVVEEAVYLISAMKNRDLLDLVTPKMNNIS
VACRSKFVQNYLSDLSHSSSVKIDACLTITDSHPFIMLEVLISHLEKQENKALDQSTRYLLKNVDFTTCFENNLDIHTRL
FDVLENIHCVKKEDFQLILSLTKQSTKPTKPTTPAHQQISKKNKHSESTSESKIVTVEFSHCMN                
>Mlei_ML094328a                                                                 
MASKIIVPADFGIENLNSPVHSNITIEMSEFPELLVNSLILSYNSPVFLDIFRDTDMRVPVLDMKKHNAAAVRKFIEALY
TGDVRLEKSLLKDFSELSSKYKVAWLILRCHNYFYDLLETVSSSIEDMHLLFEEACQIKLLIGDSVYLNQVTKKILSNGH
KISDFIELYLNKDYLGLTKPQIKLILSLNPLNYQVFLNVVYKHVFESQSFDETSRAILLRVDLVRAIEADVQGYQTLFNL
LLVKLQDVSRQDRRLIHRLHMDALKRYKANHPEDRIIKSEAVSCCAKAFKTLKKMGSKTELKLLPSKYHLFQCYKIFEDM
ELSDFVDVLALSSEVKNLFMLLEALDMFAAWEKFNSATLHKVINCIHERSWSKVPPNFLRSLYWLNNCPDKLDMLQGCTQ
LISHNTHSVIISQQTTTPRRFLLEGGFYKFPFHRPRTTNCVVLSTQCGVLVKTEPLSHDGEKKFALQVVKEQGLYSAHDM
HFHAQLLLPERMHFVVEMYNEGEEDGIDMEIAWARGKPEFREEQIYWGGWNWGDAHLARMVLYFDNS             
>Mlei_ML095317a                                                                 
MSEITESFPSCDVDNEESTYSYQTYKTEPPLGEEILTKFENRSALAQDLNLLSGLPELCDIIFLVGEDKQPVCAVRAILA
ARSRVFRKQLYSHVPRRCSLKDTSPRSIKSKSKPPNTIVVPEFEPSVFKQLIEYLHTGVCTLQPRTLFGLVNAADHYDVE
ELKQACINFVGQSISTDTVCHMLSNADRYIQYKSTKVLIQKVMEFIDRNGDEVLSLPSFSILPKHVVQLIISRESLAVSE
VNKFVAVYNWSKSQYEKEPCLAINCDEKVVKLSDIVEGFLDYIQFHKIPIHYLMNEVRQSGAVPDTIIMMAVAYQMDPAS
IDVSKFSRSYSH                                                                    
>Mlei_ML110512a                                                                 
MSQHYYTNNLKDRLPLEAEKSWQGNLSVSLLPFFEYTDEYADICIVVGGEKIFCHRLILSLNSTIMKQCEPWKDSDQNEV
YSITLISEFEEYPQILRKIIRSFYCGEISLSYENIKVVYKFAKCYQVKWLTSYAQSMFGEILEAENFVDLFAFAEKFGKQ
NNKLILVCLGHLDSQLLKKLYLLESVRSVFQFNFYCLKSITSSDKTLLSPIEIFRLITNWAEFELENRRCHVEILLFDIK
YHRIAKSDLVDFVYPWVMHTKGIEDTLRTSLMKLITKRIYESGQREDFFQKGNLVSDITTMKVDKLLGDIIKEMETKVTS
GDYYPLPKSTVSAEEVYFVLKLRYPTANPYVKRCIIEYINDNKIIDNSIVTDFIKLYEENREDDLRYILLKFLNGKSSIS
ALTSVQWEVFPFEVVHDFLKDVALEEREYVKVECIMRWSGGVHFEEEKLDKLLSTLVCYYRLPEEYTSFVLRPYLKKILP



NYNLSLVCGVHQADSMDHCEETTIQCVVKPLSKEFSLLLDAVQQLQECKKWLQLKINASSPLQLLTKPKTVNVDSDDYVM
FGEENELYENCCSDYLLFDLKEPLNSYPIHSDVSPSLAELRELFATHKNLHILVMWIPNDAKEGGETRAPPLPERLSVPP
LPPRRITA                                                                        
>Mlei_ML11323a                                                                  
MTFKEYKNLNKYKLKIHEKMSIRQSLKFMKENGNLYSWWKVLDLDGMSVVPIVYTDTSDQFGIVENLLTWISTSKPTYND
ENLVLKMISEAFVKMSKNLTNNSLVNYANAVTGSLQSFDIEKKFPVQRTPSHFDVSGLQRIGWFVCGDGLVSPNESCGSQ
CTSVEHITLTGYANVSRFRSASSSVFARNRKCNTSEVHVEFKMAYTVKLDFNTDFTEFLAKDDYNDLICVVTESETIKCS
SVLLAQHSSVLKEYLKEEKELFLTDNKHVRECLSILYGGSVELTEENFQDILKFMVSFDIPSARDQVLNWMSQRKWNLDN
VDLLIGASMTAVKNYSGNANSESIREKVYCPSRLFFQNSLDDIISSGNDDERYRSLDSAMRYILSCVTDKKEFLVMLMHQ
DLIPRFIPWIQILIEQPHYPVFLNSLQKAEILNKMSLCTRTQFDGLFDKIEEFDSMTLREYKHLSKFKLKINEKMGIYQS
LRFMKENGNLYSCWKCLDVDGLSVIPTTFTETSDQFGIIENLVAWLFANNGCSESGREQVIKMICNAFKRLSENSNNDSF
TAYALILAEEFKKILNINSTLLYSYTKPKPVQTNIYGSCHYQMSYPLSITQWTIGDKNSVLARGRSFNQAYNPAVVPKDQ
ILFSGSMRQYSKLNVTVKIFQDRIPEVIFKNDNEIEFNVISNRKFHAYVYACKLDNARIDWNNSHRWETLRVVNVPTHLP
LYTNPAEAFQTLKMYPYLCNYRIWKTQQQQQYQQQYQQRFNESAIQFGILLV                            
>Mlei_ML11571a                                                                  
MLITLSPLGNLSRYIRRHDKVSVHETALLVVEGSSVSCSGAILAARSPVLERVLRRDYEVVLEGFQGMIPQLNQCLEVLY
GGAVFLTHENIIPFLKFGITFQMDELVNLCCVWLQETGLYDEMGLLLEDNIEKRLKLLEKLAPRVRQHSAGSAGSSHSSH
SENLDHSSPSTSPDSSSPPSFSPLRLPDHEKRWSKAPEVQNYSSSEARPKVSGDVSLVPLRSKMRSDNEREWKPASVKKR
IGARHYVAHDETRFEEGTTPAAIVGGDSLNNLDSINNSTSSQKGWKMAFSKKNKPPSSKPSPVPVSRPCQTSPNLSKWRS
YTLTDVERLCSSMCVYPEFVKLEVVVSWVTQTQNITPNSRQELLTRLLGDMDPLLLSDRYIGMVQEDLNCSHGLSLPDNF
SNNFGDVFSDEKSGSGCKFLALQWSVSTAEDLTKLRSKVTVSGKSLSYLSFFGDCGLCSKFGKQEMVLKMVDGTPCYDLK
TNNFRKKYPSSGVSGNHYHPDTVFHWFIRTKISKKSCSMVSLITTEYSRVLDILNMNNMFKVVCLQLNKKLR        
>Mlei_ML11573a                                                                  
MLISLSPFGNLSRFVKQGQRVHETVLLLLDGDSDSIPCSGTILAARSPVFEKLVRENYEIHLYGFTGFAEQLGQCLELMY
GGEVELDSTNIAIFLKFSVQFDINELLNLCAVWMENNNLFRESEQILNEQDKSKCLDIISCINFDKSTFDRNSYQNGFSS
EEEYIDLEEICSSFSETTIKTEQTNGHTATIVSSRGRLAAELSALATPTHPTEPAKYPNSQQYTNEHSQNNQQYQSEYTN
GHLASNQYKTNGHSKRTSPSLEKTNQAGEWTKVPTKTKLSVLNKTETETISKNPVTSFKPNLGKWSQFSSEDLLMLGSPL
CPYPDFAKLEVALAWLANSELTSHQVQVLLDQFAENIDPLNLSDRYISLVSNYLASWDVSFPSHFKPHIRSSYITDDPGS
KSKYFMHLWTLQRGDLAELRELNYVSFFAKCPLCDQGTGESVLKLVKETPCYDLKVDNYRRKRHKHGIEYPVHYHPNTVF
HWLITTGSGSKPILHSLITTSLQGLQNILKKHDRLIITCLQLKSR                                   
>Mlei_ML11637a                                                                  
MDMSGTSSVQPTLRTLVSYSSTTSVTEIKHEMYAEHLLNNLHGDRSMETCDVIIKTKENTSIFAHSAILRPTNMYFRKNL
DFRLCKAGRYTIDLSHLSATALQDIIDYLYTGQFNIVNKKFLSMVLTLKELEMEEIIDQCMEKLKTSLSDKNVFDILEQS
TGDIGVLNSVAMTYIEDNFKTLYKNDRILRLNWDSFHKILSSDRLNVENEDKVYQLALAWVEKDDIGRRSHVNEICSKIR
IPFMTDYGLQNMVCNKNILTSNEEFYNNVETLLGNPSALQIPYYQRVNDKMGRIFVFGGYLNRSHITTTMEVYNRRTGAW
ETIEEMNMTNTPPSIYSATMTSVAVDNKIYIAGGQSDSGTRLDTTFVFDGILSIWASIKEMPTVRVKSAAARFGNYLYVS
GGQKDRHTMNEVIRLNIHRDVWETVSPMIHARHSHGMVTAGQKIFVAGGDSGTGPVATAEVFDKGTGQWSEIASMSNARF
GCQLVSIKSQVYVTGGWNGRRALHECEKYNEENDSWGYISPMATRRYGHTSVSFGSKIYVLGGQQVQHEDAIASVECYDS
VENTWTRAPDMGNARAWAAIGAVM                                                        
>Mlei_ML11854a                                                                  
MSDHDPPVTPNKTNITPCNFGIKYLNNAEHSNIRLVLKNNADILANSVILSLNSPVFDRLTTQLGLRTVQMDDFEEAAVW
LFMESLYTGKMEEIKEEHFRDLNKMSRVFEVMWLSAVCVDYFEHRLRSLTDKDFDGMVFLFGEVCYMEEFLKDSSMTHLV
IRRLQYLDTGDCYVLRREEGTIDDLRTSMTIYANSMKEFCERRQNIHSVASRTIPNLFRRSWKEIRAFMNPISIACQDFL
SIAQLINQIKHEADDMYMLISITLFIFTSFFKIYRVSSQDLHKKSINELVDKVIGQAIQQLIEIRQEKGWGRICPEYLEI
NIDKDDYCSENSTENIKIIVNKFVNKLKESEISSGGTEGVMLIGSRTNDVYFEEFLTIRRKPGKCGFILEVNPVLPGNPD
SFNIELCTLPEEYKTDVHFHDKITADKMHFALISKVGESAETYMITSYLGRPSWNGDNISWGSYRDLGTRSEAKLVTPVV
FYDLT                                                                           
>Mlei_ML124210a                                                                 
MNMEISPLVKGGLAPLKLPKSLIKFFRDHEIPQIVILELGSVNEEKQSHSRFICNSVILALHSDKFERVISAGSQVIFLE
GFNDETGVDTVRQCIEFMHGESLAVDKCGDLLGMLRFAENWEIPSLRNACFNKMKSKMVNLQLIPDSEFFDEQTFLKFKS
VLLDEHGGSKNYVTQSNVDHRTSSDKIPKHLPGQSQEKRINIKCDDNASLLQRAIGGSSNSSSSDSSSGNKSSKPQNGFK
HGLQKKLIADSLKLVIQCSYAVKDYPKKIQPYSLYSGLDIIAQMVSTKTNLSSKNLVKLLSPFFKNSSVAACILEDIRDI
AIKKCSDQSNSLQKVLSTAMDTGKRVETYSVSKHFHSVSEFVEKLTADKRINFHLDHGILCQICHGGTNSICGNSASKIA
RKQINCVLKNLDIDFSAEEKIDFISDKEFHGEHIIHCYLIGMSTKNKPISYVSLLQLRVAEIVGKIKDKVSRVKVVVVFS
RKEPASSSPFRGKLISKCSG                                                            
>Mlei_ML124211a                                                                 
MEYFEFPKDLSIFLSDPDIHQVVSLNVSDKHNEIISRIYANSIVLACHSEKFRNIILDGEEDIFLGDLKPSTFDKRAVKR
SIDFMYGKRSAVSNANHDSLVKMYQFAKIWSIPSLQKACSDCVKKHLSCDPTLVFTYYKRLRKLDWFNEEIWELVSELVE
NNSDFLIEHILKGNEKKAKKMDDLLKKELIKSSRSASCGKFLMFLLECKTDNKFVLDNLQSIPKTAFLNYSEFLLFKKKF
SPESESKLNEMATFYENHRADPPSFSCKDDNKENIVDIVLQSNFHNVTCYDKAKDSRNITNNLSNQIGEDMPSLQFESNR
DFDRLNLSKEMGIKESWEDDSLEEYELQSNNDSAESPSKYVQIASDNQPTEYTSNEKVIPDLRNCTEGERDLLLMCSQ  
>Mlei_ML13025a                                                                  



MGTEHNRLHQLKLLLTNAKLKEPPGLFTKGDPYAEVTVDGQPPHRTDPAKGTWEPCWNHPFDLLVSKSSEIEIKVHIKYR
FKNDLYLGSNTVNLAQLLRQNASSLQHSNGPVCNIDKHLTLFDKSHNNVGAVFLTFTIAPEADTLNSLLSSLQVATTSES
SSASGAHSQENGGTEEEEPLPQGWELKFDQNGRRYYVDHNSRTTSWSRPKPLPAGWEQRLDPRGRPYYVDHNTRTTTWQR
PTTQNVAEFQSWRRQLSDNQEANRQNLENRYANSDAEPSSGFTGTGSSNSEEPLPSGWEKRVMDNGRVYYVNHETRTTQW
EDPRVQIKKASNLPLPPGWEERYTGDGTKYFVDHNTRSTTFQDPRVAISATSSGIHYERSYRWKFGQFRHLCSRASLPTG
HIKISVSRSSVFEDSFNQILNIPPQDLKRRLFISFKGEEGLDYGGLAREWFFLLSHEMLNPMYCLFEYASKNNYSLQINP
ASPINPHHLTYFKFVGRIIALALFHNKYIDKGFTLPFYKRILDKPLTMLDLKSIDEDFYNSLKWVKENDLEECGLELYFA
HEFEVLGKVEIHELKPGGEDILVTEENKEEYVNLMVSWRFTRGVEEQFKSFLEGFNEIVPIQWLQYFDERELELILVGIQ
DFDINDWQEHTIYRNYRRSDKQIQWFWQFVRDISDEQRSRSASSGKRSRRRRSASFGSSSTHHHSSSIDYHSDSEASKML
DEMQYFREKKFFCDITIVVGDKEIEAHRIVLSSCSPYFRAMFTSDLAESKQDKVSLYDVDPDAIEALIDYAYSNKVRICE
ENVQELLPAARMLQLDYVVDQCGVFLEQHLSIQNCLGFYLFADKHHCEQLLATARRFIQRNFTEVYMKGEEFVQLPAESI
IEFLSMDKLNVSSERVLFEAVMKWYNTDRTNRVSHLADVLSYVKLSLLPSSILLGEVLDSIGDVVDVKIKDLLMQAMRYQ
MQPRYRSSMQHFGTIARKKPDHIATMMAIGGGSQFTTHCECECYSITDDTWYRVTQMSTPRARAGVLELDGFVYSTGGYD
GACHLLSMEKYNPSVNEWTAAPSMTIRRSCVGITELDGIMYALGGYDGYTCLDYMERYDPYMEVWMAAPVMTTKRRYVRA
VTSDKQIFAVGGFDGTSHLSTVEMFHPDREKWYTMVQMHSQRSGAGVIALDSCIYVVGGNDGCTSLSSVERYDTREGKWR
WLDPMHTSRSAVDIAVVDGALYAVGGNDGCSSLNTVEKYDLVAGQWISVASMSMRRSSVGVCIVDIPIRILDSVKVRRSE
I                                                                               
>Mlei_ML132514a                                                                 
MASNVVVPANFGKHHLKSRTHNNLELLCAEGEVQRANSLILSLNSSVIEDLIARLEITSLDMQDFAAPAVNCFVESMYSG
ELENCDRTNFRDLNKMGHVFDVTWFVERCLGYFTELVDKVTGRCYEDVLFVAEEAWFVEENLKKCELMDLIIGKLSKLGN
KKSIFLKQYAADLEKISINQLKMVVKIAEQDVGILASVLANHLEKCGASTMSDTTRFLFENMDFVQSFSNRRYFDITHNI
ITRILNDSHNTEFKSAVKYISKLSPPEKFRGINSICGIFRYPVPLDIAIEDFLKLDWYSLCVFLSQSDKIRNLYHFFDAI
YMWLFIARGDLDEKVPRLDFSDHNYVMEISDIAYDRCWGKVSRVYLELLSSSDVLGTDRLIKSFSNSDELSCENGTIFES
KQGYNFNMLLSEENLEIQLLLRGEVKVPGCTEDSKCGILLKCSLLNVQETVKSFQLEVVRGLVNEKNTHIHYHNVSGSTQ
TVNLLINVCHRESEDITPIPFNTPPLSYGDGSWHWGFHYYPVDNQVSSPLPCRYRFKYQSDVLIKFIACLSANNY     
>Mlei_ML132517a                                                                 
MSQIDLNQTKPNVNISKGHGLGDCSIFTQNSDSESSKNQSQSCPKEEYEEVSNSSIEKCGRTEKSEKSQSQRTNNDRGRN
RGGGRRGDGSRRGQEKNKKHSVSSSGCADESESPKNETCSSQFRNDNSKQARDNHRGGGYNRRRDGQWKAHREKSVPANR
PVRQNSSTMSMEYPFYYSPVLSNNNLSPRMHQNMPPHMSQNMPPQMLQNMPPHMSQNMPQRMQTNMPPHMSQNMPPQMPT
HMSQNMPQRMQNNMRAHMQQKMPQNMSQRNMPHYMQQNMPQRMQNNIRPHMQQNMHQRMQNNMPPHNKPQQAVHHSSHKE
KKANFISSKDPTRKKVSKSKVNPDSVNDKKERPLPSRENAGKDHQKVTDSQTTSENDHAGTTKIDQKEKENKKDSPPASP
ASPASPASPASPVIKSNQGLDSATTDTTAKIQSALKMEELGPSQGDQCVSFNSELSLDEICHELKIKDDRERLSVPLQRT
LSLTMQHEPKLATDMVPMNFGIELLDSAVHNNIDLLADGGAVIRANSVILSCNSPVLHRMTTSLELQEIDMKEFSEKSVR
IFVEAAYTGKLPDIPSDIFRDLHKISHAFQVGWLSKSCFAMFTEFSLKIDEFLPPFIEQVFMFEEAAYVMSKIKLTHFRD
LAIAKIQSYEFGRKIFILNYLKDLSSLSACHLDMIVLLAGSDIDLIVDPMKDLLVKQSVQKGTVLSDECKYLLNKCDLSP
CRRYNRKLFEQLFDVLQDLAGDSSEDMKWVLELHRKSAYTCEETLKEEEDAREDKNSSSGNDGQTIKKSTWFWRKKHVKK
RFTTFFLSLKNAHFSTTKQYRNVLMKISLLGHLFDLRSDTCLKCGVSYKICNNHACVNNIGGQSNAFLAENTDEPQPRSV
YERRGRGDRGWRGNNLKSSIFKTPDLSVASELPKNRASLPQSSHENMNREKVNRRGRGRGPRQDDQCQVNRRHDHDKSMK
AFDPSLYYTPVFQVPTPDYSVIRSPPSSNVSVLQGLSKLCPDGNDIFNPFVHPPSVELLNHQQELSHTNQIYQGTTFNYP
DKSKQDTVPKILSAMQIPIAENGQAPIYYRLQPSDSGETADEVNGGQSTVVQGKAGGVTPVIKSKKKGKNKKKQVLVVPT
NEELNPVTLAMEIDLENKQEEIRPEHHLRKPEVHQGNLFQSIPVQKETVISEVKCERKSKKGEEPVLPASTNKILNSDWV
DIKPLRSPCPSLKLEPDENIDHPLQENDESVSSKTLRGLTLKENQRRLSVSLHKMLTLTSQHKPILVTATDMVPMNFGIE
LLDSAVHNNIDLLADGGVVIRANSVILSCNSPVLHRMTTSLELQEIDMKEFSEKSVRVFVEAAYTGKLPDIPSDIFRDLH
KISHAFQVGWLSESCFAMFTEFSHQIDEIVPLYLEQVYLFEEAAYVLSKLKLVHFRDLAIVRIQSSESGKKVFIKKYLKG
LTTLSACHLDMIVLLASSDIDMIVDPLKELLVQQLGVKGTAISDECKYLLNKCDLSPCRRYNSKLFEQLFDVLQDLAVDS
SEDMKWVLELHRKSAKNSEEVEKVVMDQEKTAKEGNEAKISTKNKWFWQK                              
>Mlei_ML13533a                                                                  
MAGAGWSKGNINHSREMSVQLGNLLKDMELEGDITITCGSRTFSCHRAILGARSKYFKALLYGGMKESRPGAVIEIKDSD
PDTFEILLEYLYSSNVKLSRIPTTQVLQLLELAHRYTLSLLEKDICSYLRTQINANNAAEICQLATFYNLVQLQEHCLTL
IDMNPSDSLTNIEDLSYHTLHAIICRDSYPLPEMEIFNIVRSWLKEPGSSVSETEKQFLLNDVRLSLISPEDLFLKIIPT
ELFSSEKILDALRDQTLMNHVDLPHRGISSTSGELVSSSVMGVVSGENGEVLFTQFECKADRPHCRHMIGDESGITIKFY
YPHIINKISFLLPCNKEFNRLYSYRVAVSINGKSWKVVANYEEYHCHGWQHVILPSPKSVVYIRIQGLWCSTSKTFCIEQ
MSVKLDRYSESTSVDCNGVIEPADNVATIERGAIVVEGVSRHRSTLLNGNTTQYDWEDGYTCHQVGSGAIVVLLNQPYLV
SSISLLLWDCDTRCYSYIVSVSKVQTDITYFITFRLSNCIQEAKGFYKEKFETK                          
>Mlei_ML13872a                                                                  
MSFVFSKSCVHAKDVLSSLHELKTQKSFCDVILVVGKLEIYAHRVVLATTSTYFKALFDDGFLEKDTFRIELHDVDGEAV
NTLIDFIYTGQFEITMRNAKSLLAVSDMLHLLDAKEACCEFMTHNLATDNCLEIMLFSDRHSCLSLKTAAVRWGEEHFSE
LVESKRYLMLPADALVSFLSSDRLNAVCESQVYECVAQWADDKVDENGTLSSLMLQYLDTLLDCIRFPCLPVPFLVETAS
NNKVLLQSPKFRSLLDKTKTLHLMINCCPGYDTVKYTSPQKPRVGCYTNIVYIIGGMKNIRNWRCLQSQELTDLPSCKMA
AAVAKLGRYIYVIGGRNKDGLVLSCVSKFCTYNNTWTTACKINECRANGAAAVLDESLYVCGGYNGYITLSSVEVLAKDG
LSWKQLPPMNHRRSDFGLLPIKNRLWAVGGYDECNGAPHCVESYSVSSKQWSVVSPLFTKRAGISCCVLDHLIYVVSHNT
LERYNTQQQDTMVEITDDEAALYDRQIRLWGVDAQRSLRAANVFVKRCGPLGAEVCKNIVLSGVNSLTILDIRMVEERHS



ATNFLIRTATGKSFAETCVPNLQILNPLVKVEYVSEELNEDTIKQYSVVCITDGSKTEYETTNELCRKHGVTFIATNTWG
MAGFMFQDCGDAYKYVAEKPKIARGKTSEKPDTKRRKVEEDSSEYEEKIANFSQFGKLAPLSSMKHSSPALLIADGMLNE
VADLSEHCKTMCKKLGGKEVPEELIRNVSGELVPICAIVGGIVSQEIIKLVSKKDDPIVNSLFYDGLSGAGITENLK   
>Mlei_ML14119a                                                                  
MDYKKPRHGETLIEAFYAYKQHELFCDATLVVDEEQIGVHRAILAQGSPYFQSLFDSRFAYDHIAQVVLHNVESTAVRTA
IDFIYTGKITIKESNVENLYCVVDLFQLSDLRELCVDVLEKSLDHNNCIDRLRFSEQQDIERLYNAAIRVSKSRFKEVIE
EEAFRLMPFEKVYSLISADDLNVDEERVVYEAVMKWVNHNQERRKKHLAELLTHVRFPLIPPIYLLEIVAREKILLEDPV
CRQMLDDAKDFHILKGSTGAVETSGPSPRQGVQSGMVFIFGGEGTEHTVDCYNPRTNNWSKRGKMRAPRREASAVCIKNK
IYILGGENDKRGILNSTIIYFIDSDKWVASTKMRYKRSGHGSCVINGHIYVTGGHNGETILNTTEKFEPETELWMTLSPM
NMERCWLGVASTGGHMFAAGGYDGDCVLDSVEVYLPDNDKWSYVAPMLLPRERLGLCAVRGTLYAVGGRRGRAIADCECY
DSRSNSWRKISPLLAPRDGMGVVVNDKFIYAIGGFSVKSHALTVERFVQKKNLWERVCPMTRLHDLAAVVAT        
>Mlei_ML141120a                                                                 
MASQFWRDNCGDRLSMFINMEKFCDACIQFGDGSSSFTLNCHYVVLSLHSDVFRDNIEEYPMKGSKRCISFSKYSQVEQT
VIADIILSFYNGILAIDEQNFKTVYKFSISYKVSWIQEQALVEIHTFLKDTNVLSFLLLSEETRCKKLRGELIRFIVQTR
LSDYRRIMSSADLHSLSPTTLKTFLKATKQLDDRPELETLQGVISWMGDSVVRLAYINKFFDLVCWERLAGSESLVEALT
TRLEEELFPKLSEEQLMYVKKCLQDAANFAACSGTMKEAMAVFSASRWTEFPLELAEFVLSNDFINATNEYVIAEAALVW
LDDQERSSLQAADIISIMSTIRVDRLHGTYILKTLQPHVMKYEISPNDWIQSCSRSHVPRKNTDNTASGSVVSLTVPTDK
KGKELLALKNGIYNLMAVCKCSYHCTGGPRECLTVTITVNNKASPPVSVKKSQCDFCNRMVLHVYCENGNLSKYPFLTCG
SSTRIKQVLKQSGLSFYAVLSEAEDRSGGVRRSSWYNTPVRTVVRTLDNNNVSSLTEYELLEAALDWLDFRMPDKTYHEV
VLSCIRLNLLHESYLKDVVIRYLKTNYFIKAELLKSLLKSREQERRGCSISPCYKKIIVCRVPLPVVELKHGDHVIYEEC
LCEVSSFQGEIYSGTLTVKLSVRVKQIPALTITAKCSKCNISLRHAYLTSTSRLTSFPGLATASVYRLREVFTACLQRNE
SSESDVSTPSEVSYSAGGTGSREIPGLIPLDKLALNLILGP                                       
>Mlei_ML141728a                                                                 
MIAVIRRATHWNRKSQEKELNYYQWQCISGIQTGTGNGIETDTGIGIKTGTCDGVETDTGTGIGTGTGTGIETGYGTGTG
MGTGIETDTGQGVGKKLRGRVSVARCSLTSVSNNKPPQFGAGSPLCRDEENVFVPRGSVSNQPAEQEVRKFPSAALQNRT
SQVNKEWFNNCPLSTHCTLNHHSAGGGGGGVTDLMVTSGQAELTIPCRTDDSSEARMERQVRCREKTAQTSKVFKAWCCT
FIVLIAVLILIPIIATEILNRLLNSEELTDVKIACGGETFSSSQLLLAANSEYFKAMFLNEYEEDAGSSFANFTAIIAGQ
SLASPFGESRERSVSIKEVDPQVLKTLIDFCSTSRITITQDNVYDIFNAANRWLDYPLMLVQTVLGSDYLTIYNESQLFE
GLMSWVKHDPGSRSSHLTELFACIRLEEISLKYLYHVISEEKMLLENEVCRNLINLVKDRRTLPLSLASVDRESKHTLKR
TPHIHYEDFLDLVCTEDRKCLMRLRSSSHRFNCETGRYVTDKELATSNALKSWYKRCEFCVSDDTKWLTHLPFCNIIEED
EHHILISCPKFHQLRTELHEETKSLLLRNEDHHYLYNQPHIYRFGGYVRKIFNQRFPKTKKKKDTK              
>Mlei_ML14391a                                                                  
MNTDRGCGGVPKGVGERWPFEMEVSGEDDSGEEECYFVKNHELFNGVSDYFNNAKLSDVTLIVGNKRFSAHKFLLSCVSP
VFKQMLDNTSNWEESKESTITLSELPECVDTFELFLQFMYSRRVSMNSNTVKPLFLLADKYAISSLQELCSNFFKRHLSA
STVLDVISFANKLHNQDLSDRCLKYIAENAEEVMYTAGWIDLDQSILIVIVQRDDLQLWNEIELFSAVLRWVLADPKRDA
LVPQIFHLLRFPLICYELLTHLVEPNDIFQRCPEIQYLLTEAYKYQLLPEDQREKYFANNIRCRPRQYNFVELGRYAYCV
KNYSKIKNLTRLKTDTFTTLACMGGQPVPAPPLRPDGTQPEYPRWSWTLWVEPKGDADIDTGCNLAEDETHKFGIFLMPV
NIKNTEAEQREIDCVFVVFGRDADGQPMGHSVRDSYVYMSNNCIGFGEPDLFQKDDNNSQSYIHNDEIDILVLIGYRPKR
VESPQVASRSSSMVQ                                                                 
>Mlei_ML14893a                                                                  
MADLKDAVPHNFGEKYFNSKLHSNVEVTLKDGKKIKLNSMILALNSPYLEAKLEETMEDGKKIKLNSKILALNSPYLEAK
LEETMEEKLEEKLEETAGRNLKTIELEEFDAEICREFLKSLYTGKFETIDRENFRQVSKLSYTLQVGWMKENCLQFFNGL
MNTAPDNTAVDTDKFLLEEAVEAKQFDKDRQYLDALAQKKSSNYCIQDVTITEKMLEDLTNLSIDQLDFFIRLANKCNRK
VANYQQRCNIHGNEYHNKEYSTIIVQKVTEHLVKLEKIDSRTRYILETLDFSGIGQKFNNQGFKSSGYQDQFKMAASKLF
QGLLNLKEISNDDMKMTLKHYMSLGN                                                      
>Mlei_ML14965a                                                                  
MMGISEQNVQYDCKKTVASSSITLPLQKNIIKFFTSFDLPHVVCLRVNNSRFFVNSVLLVLHSSVLEEIIYSGIEEIILD
ESLHLPGIDEIVQLCLQFIYGDTVNISLEQVPSVHQFANVYKIESLLKECEKSFLEQVCNVSEYVKVLPKWCRPKRESWY
KTLVLKYSCEIVQYVTADESVPVMLPLIRDESSSHDSLIPLMLPSHEMVCMFYAKMLKKVSEPLDAVQLNLIKNKYARVS
KLPQAASCIDNISCSKIDDDTDTNLHKPLSKKGFVDKQSKVCKSYDSLQGVKNQDFLKLATEDRKNLVCLTFKEVVFLTK
SVINNSSYKYLIIDIALTWVFLKNYKLSSACYDTLFTSFESGLVCREFLCDVNEVLCNMGNVSPNYYDDNGLKDNVFTIS
SGVLNQDFVVNKLKNNGCIYLDGQDCKLNSCKVVGHKLSLFVLLKKEPNDSYRVVPQPSSCDIHSNKILHVYLITLDINM
YVDSYISIKVLTKEEIVKICKQYPYFVLKVIFQNDPTSVRYEKINLQNEETPYPLQNTNEGYHEVFASRNWQNFSFSKLT
KFIRTGYCKEKMDEFKKYNLLTSKTDFIYLCIDLFFTWIILGNSSFQEIFYQPLICAFEHSHISAHFIKDLKSIFKSALP
ISVPVVSKSGNKDSILVSVKLSKFALQNSIRNNGMISSGEFACQIPTCQLGDHTLCMQILLNKSSNDLTVSLQSTKKYPE
IHKRKVQHFYLLALNANDEATQLISLKLLRKSEILQSVKKFTKFRLCIIFTK                            
>Mlei_ML149644a                                                                 
MPSNSASTDKNKTLLKSSDEWQKNLVARLSSLQVDDTTSDVDIIVGAHKIATHKTVLLLNSDLLTAGEISHNSRSQKMEI
ELLPEFSEMFEIVKAVVESFYTGKISVTHKNAKGVYKFGICYSVEWLTEQTFPILKEMINPQNFAELFDLAQNVGCKSLT
TACLQKFDEKLAAAMAPTPEWLEQDYYRVKLISLSNDVQIPEIKMFEIVCTWLDHKPLERSSLSLSLLSNIHFELIDHTN
LVNQVFRWINGSKSIDDTVRLSLFKIVSSATQKNKLGYPAGFSRSKFSTKESESATSSPSPMQFLNSNPMSTPFSFGKPK
PFNSSFTQF                                                                       



>Mlei_ML149652a                                                                 
MDEGDLNGGDISDSPTISDARTLSDSEADPGRASDFFDYTPSQSFTAPESYLEECHLVMNDLRRDRDLCDVTLIVKNEVF
HAHKVILVSRSPYFLGMFKSNMAESQQEEITLTGLDANSFKLILEFMYLNKIKVTESNVTHLLPAASLLQIMPIVEACAE
FLKDKLQPSNCLGFQSFADLHHCEDLKKQALQYATEHFWEVCRQEEFLRITAEQLKCLVKSDVLNVRSEEKVYEALLKWV
KHDVDARHQYIPDLMQCVRWSLLPQSYIAKEVVNEPVLKSYLAVKDMIINALIYHLDNHPDTGKQNRRFFPRHPSSLVVV
GGKNPTVRDTVESYSAKNNSWRPLAKLTVKRSSVGVAFLNGYLYAVGGFSVTSRLSSVERYDPEKNEWTLVAPMSVCRST
TGVGVIGGKLYAVGGRDGTSCLATAECYDPETGTWTPIPPMTMKRGGVAVAVIGDLLYAIGGYEVTCSSCTNTVESYNPE
LEVWTRCAPMTCMRSYLGVGVVNNFLYAVGGRNGAQYFNSVERYDPLQDIWTAVVSMNTRRGFVGVGVLDGCLYAVGGCD
GKTNQMSVEKYDAKEDCWTEVAIMKSRCSSLGVATLG                                           
>Mlei_ML15421a                                                                  
MEVKQVRGPMDFGIENLALPNHLNVSLITANSGVVKANSLVLSYNSTVFKRIFEEQELRHSVDLIDYTRFVIDKFVKILY
SGKVDFERLPFMSQIWKLADRFHVEWLLKQFDQYGEEYATLERTEPAPTEEYPTPLNELNNSIPEVHYHEMPDFQESFEK
RRRMSLQGPDYFKEIRPYHRDEEIATSSSTSARSTYNRTVEHMAIVEHPRSIYKRTVQVTSVSVVERPIFGHSLSSSGRF
RDDAVEENVIRTHP                                                                  
>Mlei_ML156511a                                                                 
MAARLRNNPDNLSLGSFGRLCRSGLGVLTSSSQGSLGCPDHVPHASSLLSNMEDLRQQEKLCDIWLEVEGEKLPAHRVVL
SACSPYFCAMFTNDMKESVETCVTIRELEFSALKALVDFVYTGYLDVNVSNVQSLFQASNLLQIHSAMKVCCSFLESQLH
PTNALGILNFAEIHSCQDLKLAALKFVDAHFMDVVEGEEFPLLPSNQVSDILCRDEIIIKSEEQVFEAVQRWVSYVSSDS
DITPAERQVACPRLLNHVRLPQLSPEYIMSKVEQTPFIRKNLACRDLVDEAKNYHLCPKMASHVISQERFQPRLSTCGQL
YVCGGIDSSWDAAAVESVEVYDLRANSWDLSTPMTSKRGRVGVATLDQHLYAIGGYNGTSYLNTGERYDTILNSWVAIAP
LNTPRRSLALGVLGGPMYALGGYDGASSLKSVERYDPQSNCWTKWSKVAPMAVSRVGVGVATLNTNLYAVGGHDGRSYLN
TVEMYDPNVDVWKEIKPMRQARGGVGVCTLGARIFAVGGHDGSAALRTVECYDPRAGVWSEMASMDTHRFSAGVGVIRDI
>Mlei_ML17371a                                                                  
MANRKACYGSNKAFAADMKKMVNNPLLSDVQFVVGEERKQVFGHKSILSPRCEVFKAMFAQASDSKPKLENGAHVFVLSD
TQPHIFLAVIEFIYTNRCYLDACNVTDVLTAAVEYGIEDLKKLCIDFFKSTLTVDTVCEALQAAISYNNSDLKKTCLGFV
ERNTLVVFKSRTFVEMSEESLSYILQSDKLKADESEVLNAVKEWCTVNAVITGQSMKDVARKVIGHVRFSLLDPEYLSLV
EKENELKPFIPIRLLSEAWRSHALQDKDSNNPQLRPRAGTHPHDSLARKLARSQGCRTAED                   
>Mlei_ML184422a                                                                 
MGEQTNLEPLQSLSLAGSIWMPDASILYKEPNSSQSLLDTLSDFKENDLLCDVVVVAGNTKFACHKVILAARSRYFNSMF
LSGMTECNQEEIEIKGVSPEIMAILIDYTYTGQVTIDVCNVQDLVLAADLLSFINLRTACFNFMLNHIDVNNCMGLLNIA
ERLDCKETITSSLNYISRNFEEIYTTDEFLEIPLQKIKAILSSDELNVQSELVAFDGMLKWVKHDLDSRADSLAELLHLV
RLNLLTVEDLIEKIECEPLIMSNADCNRILHNVKNHHLMPHKRRFVKLHGVPTNSDRVPRKRIRPHALFVCGGIDSKRIF
LKSVECYDVEREEWFPCADMLTKRGSHGIALMNGKIYAVGGHDGNEFLDTVEMYDPVTDVWTSIPNMTRARNGAGAAVIG
DNLYAIGGRDKQSRHKTCERFSHERGSWQQISDMNHGRAGAAVAALNNRIYAVGGRSNDKTYLRSMEYYDPETNQWNIQK
PMESCRYFFSMAVVNEIMYVIGGNIYHENDDVEHRPVPVELFDPQKEAWEMLDIKSDGITLRSVCVLENKVILAGGIKNG
AMLKTVHCFNTSSDEFTELPSMKTDRGGCGMIAFTPSDMVSSPEIPASTSSHTTL                         
>Mlei_ML185518a                                                                 
MKSEILQMVIDFSYSGEISMTQSNVEDVLRAASFFQIYSLRNACCKYLTQLLATDNAIGIYCFAEKFSCTQLQEAAFRYI
LHNFGLVSIGEEFLSLDAETLIKIISEDKLKSSSEEQVYTGVVRWARHDLQNRKDELHRVMSFVRFGLMSRDKLAELSQG
EESLLLIINQLSSKSYPLRHPHNQPRDPQRLSRRIFIAGGIAAGVHSALSEVQSYNPDTDTWENLTSLTFPRFGAGLVSR
LGSLYMLGGHTGSSYISSVEKYDFEGNCWVTLPGIYGPSRRYFSTVGVDGKIMIMGGCDTASYMDTAAVLDIPSKQLIFA
GKLNEQRVYCGSCVLNDIVYVVGGYGMCRQFSRLNTAERYDQLTGCWEPIASLKEPRSGLGVVAIGRKMYALGGFDGKNY
LNSVEEYDPKTDVWKTISPMKHARRAHGTAAINGYIYVYGGFDGTNFLKSVERYDPCLKIWESMKDMPLAKAYFGSTVL 
>Mlei_ML190426a                                                                 
MMAPNVSVPMNFGLKLLDSPTHNTLELKASQGAVVRASSVILSFNSPVIDHMTTSLHLTSVDMEEFSEEAVRYFVDAAYS
GLSPPISKELFRNVNKLANIYEVSWLVSKCVEHFIEFADSIKQISYEDFVYLFDEANFVLNWLNSRDLIKIAHTTIRSLD
GQKSFIGKYLENLTAMSSQQLDLIIELAGNSVDFIVGPLTEQLTATLENGEAIVPVNCKYLLENCELHLCQINCTPIFVK
LFDSLEKICEESLNDTKWMFNLYRKATEKRERFSEGLTTINSDSVDSVVSEDYLELQPRICDSLTDPVIPNLFHTLDFSL
KFEQVVDWLGESELVTSLLMFFEGIWAWMFVNKNVKVKCTSHVLENIQRIQKKRKWNFIYSRWLNFIKSTNGSSERFFTV
IRNDLEKKILSSSWEGNKWGVIMDNQQASHSIWSIFEKETKLVFLYRHPSVKECLEPGECGFILRTIPANDGANVVLCTD
SSDYFQGLHFHEETKAKDMHLSITTERNGCKIPLSWLGKPELKNGQVRWNMLSSLRESRLECWFLVIFDLEK        
>Mlei_ML19911a                                                                  
MADLIRLAVDPIGLRRTQADFWKECFQDVPPKTNCITSNHLNTNKLCECDEKFWIEIPAQYDLTPIEVTSGTREHFRILV
RGYCHIAHGLLQPTAITANRYERDEVVRAVGKEMGFTNPFVTVSHHRAKRELLKLDEAFFKRQFKVGVVYLKEFQSNEEE
IFSNQPDSPRFEDFLRLLGKRKRVHVSCINSLTILLRGSATDGPTVRFRPSCIKSHFLHVFIVVRPVSGGGYNVALVAKN
GVQLFGPQCSPDYTFQRDNTFRDFLLCKVVNGQHAAYNASKFKIMIERTRHQMLDAVFERYENANKLGKDLENEYISSTM
TELCDVVIVAGKKKSLLFGIRAIMAVTVEEFNCKVMSVVLQYIHTGSCYIVTSHLPSLIAAADRFDLPELREACLKILPS
AISFDTIIDMLNAMEYFIQYKSVKSMLQKLLEFIDQNIRDVLILPSFCNLSEHVLQLVFARDLDIDEIAKFNAAIRWGKN
FCAKQEGRDLKTVLQQLVNKIQFHLIKPRELMQVVYPTGVVPDHKLIVALAFQADPRSVEGIKGAPVLEHTV        
>Mlei_ML200244a                                                                 
MKRRRHDIVELSSDDSLDDDFVPAKLKSKRVSIVLSKNPVSLTKLKTRRNASANNCKNSEEVQYSTLAGSIKTKRGRGRP
KRVDISKITSLPRHVETSEKSENQNVKLKPQFSDLDDSLLIESLMPGSSKINPNQGTLSEDTSDSLKQSKLSISDTLNST



ENATVDNAELQSLKTQNNSYTPENETETRNVSSLFQSNTDTDTQSQPGPSYEPQTDMRALNKKSKEVTSTRQSQADSLGY
SFCQICQKNISGYSTERRRSHVNKCCDQLERANNFGGSRSSVNSQGGRSVPSRVNCPLCPKNYSDKNGLKKHLKSCCIDH
GKCFETVCEVFLSAGKNTVEIVDGKKQTTKKSKSKEKKPTALQLENRSAINAAQNKILDIIAEQDTQEIPATPALKISHL
TTYRSKRNSIWNVAGSATTTVSNVLAHDKSLINTPPPQVSLLESVPPLTASVPDDPICLEKSSLPSQADITHLTQFLTEL
GKDDSVKERLTSLMLSPSKTSQKSVETSQESVKSSQKSVETCQESMENSGVAENKTRGHGSLEKKVIQVQNSLKSKPLSS
PSITKKPCKISSVNESRKPLLDPSENQNIDVEESDQTTENHSFDNEPEPKMENENVADISKSPHVTLVTDRSPNPSEISA
VDNSTDVRTPVRGTSEMVSSIRDAESSLPDQSSVQEDSNLDLFGEEAGPGTRREVYDRSPDRSLLNVSPITDSGINEVDV
QTGPNGKLKDKKRQISPIYRPIVCSSTTRDSVAITVPVALSNKNIQVGKETKSLAVGTDLRTRAKASNTNMVECRSVSCN
TATLDKAAVQCQADGDNRLTAMMQRLSQHTPSTDITLLCSDWKEKRAHRVILTVSCPALLDCCDPQSSEDNPVVKLDIGS
EAADMFLEYVYTQKIESEVVGTVVLSELFDIAERLDMTELTNHLHTKRTETIELEFEQESGVRILLNLSAQDVVNLSQQI
ELVSSQNKSIVSLENTFQQDIPSFQDLFNRTESGVHILDQDLFNGTGNPTSPVKGGVSDDKEQEENNENGADGSDCDDLP
ASGITFGAENLYVIDPQKYRLFVIVLVKSMWLLKRPFQMTNLAPGIVLDEKEEPTAMNPSPPSPEMTEEDRRASQLIQDV
EFIDLVKKLDVPVVDSPLSFIDDLSPLNLTTDKDISLINLDCQTPGNPSGKPTGTSGIYQSTPDISKNRRNVRRSLLDTP
SNLELSEYNKTPNFKGMDTPKLKAEVGKYGLKPLSKKRAVAKLEEIHRFTNKKFLKCPLDTDTEPTSSAAKSNKQKERTS
RSSSSKQSTKERKRRNSSSSSSSEKNCPVGDISVSEKLPKSASREVSEQVRSVIRSREDLHCQVLTYTPIDIIEIKGLLK
RRTSVGLIAQVLDDLGITYFNSETKAKGFRKGNKKPKK                                          
>Mlei_ML216319a                                                                 
MEIIFGNTSVITTIKSQNAMCWIITTMVLCSLMDLYFKEAMRIVVSPIKDETATKIRKPSHVYFETSLFILPSDFGIENL
DNPGVCDVTLYLQENQLLRVSSTVLSYNGSEFRRLFADLLLRSLQMDDFPVVVVRSFVEAMYCGSINVTRSHFRDVHKMS
HIFGVEWILKRCDDFFENFCENLQEGSYEDFLYAVGEAVYAEQFTKRVKLRAIVITCCAKFSASQRNEFLKRYLENYVNL
TDLQLRLMCDIENSGTLAADPIIALLLLDKLSSPDAVMDCKSMFLIRSLDLETYCSSQNEQKRSVFQSIFEVVVKVDGCS
IDDLQYLLRLHQKSFSLYVNEVDLSVNKALIAPNLFRSWEPYMHDTPGLDALINGLLNSPSVCSLYMLIEGIVVGFLSRP
YDFNEDSGKELIQRVAATMIERHWTELPGNFLKSLPYSGNRNISKLCEILRLSDLVIDRSSMAHSAVCVAVSDSTPTMWD
FLTIPNTYNFHFEAVEFKKGTVLSSPPFQVTVIPVEVDEADEARFDIQLKFEGISHTHLHKEGTPLSGSIHLVLEEWCTF
ADQEWMNIGLLSWYGRPRYTHVKKNAYILFSGAGFFNPTYRAKMSRPVRLVAYYTVPFRTQECLLLEY            
>Mlei_ML22139a                                                                  
MNDRESSAIVNCRVKEQTRNESLDGITLDSYVQSLNCWTKLPESSELNVGLSRTHHTAVAWKDSIFIFGGCFSNDSTSEL
AGNGNGLNDMISFNITERVWKLVSPQTRPPAPRYNHTAVVYENSMMIFGGFSNKINKNDVHQFRFDRQVWTPWVHISGEQ
PNPRSANCAFVYDAHMWIFGGYDGRNKLNDMWMLALDDDSPTWKKVEQHGQIHPPVLHAVCAVIDDKLYTFSGLCGVSTS
NDILAFNLTTKTWSIVLPDLINNCCAAPDRRRGHTMVSHGKCLYIFGGQNTNSRSPNDLFCFDTEASAWHIVKSRNKPSK
QVPSNRSYHAATIIDNIMFISGGVITGNKDKSDRGSDNFYCFIFASFPKSTLREDLSGLLDSRMLCDLEFVVGEGPRKES
LYAHISIVAARSPILRMKIMDQLNELCDSKNHQNRDHILSVLDLDNSERVVLPFPKVMPAAFRIVLTFIYTDRIPHSVRE
DDNSIVTLTDVYGIANYFQLSRLEKICITYIQSYISIENALSALKVAKDRNLTELVGVLESFIIRDQNFKAIISREEFEL
LEKSSIIELIRLKTSTVTAIRSPHILSDTGQQSLEEDLQALLKDKKLSDITLTLTKDGIARRAHRAILIARCKYFRGMYR
SLPPPQDTVGIKIGELEPTPDAFNSLMNYIYFNDTEIPPEDSLYLFTADKFYGFSNNQLQAYCKKSLETNIKTSNVIEIL
KAADQVHSEDMKCHALKMIAEHFTLVQPLPAFRTLEKSLLLEVTDYVATHMKGTRVTPHSTPKHGSKV            
>Mlei_ML26321a                                                                  
MSMNEEFEETVLIKIRTGEHIEVPKHRLIKDSAKFRELFVTLNFEEHEIDDFSPEAVEIFLTLLDTKVLEHLELNMFREL
HKLAVVFEVNWLTESCRVWLKGLINTASTREEKTYIFEECWYIADRLNNEVMMDVLICVLAHKDNRALLSDYLSDISVLE
T                                                                               
>Mlei_ML267921a                                                                 
MENIPKVVVPMDFGIEYLGSSSHGNLRFLLDREELTANSVIMSFNSPIIKKMTIDEGQKTIDVEEFCKDAVQCFLEASYS
GNLEKISKSNFRQVNKLAHKFEVDWLIDRCFKYFQSLTDTTEEDNFDDQLYVFEEAMYVLEKLKKRDFVADVIRMFTSKK
GCTQHFLNIYLEDLGSCLFENLDVILEMMSDEEHVLAEIVVKDLENNKSSLNQNSRRILEKINFSACPPDHLPVYEKLLE
KLENMENPSPDDYRLIFKILKQLNQALHISKQAMSFVELPNLFHKFDHLKKLADLDGLLTFLTESPIVSNSYIFYDAVYS
WLVEKQKSEGAPFVAIPETFMQKFADLMSERKWKPLATEYVKHNLFRNLGGFTEKILKNPKLNTQNYSRIPATSEYIAAE
LFARNHDIKFRFKAPGSVQNCSSDGHCGFILRVTTSANAGTSTFNIQLITDPSLYPEDIHFHTESLLTNKNIHLVIDITT
SENLKKYARPITWYDKPWRGTSRLWRWGAHYFLSKNHFSEVTSPASSSSVAPPKLAHAVIGRHGSHAKIRPVIFYFGDR 
>Mlei_ML270529a                                                                 
MYAWSESLISIEHRVFEVNLQFVQLTQFRLTTYIQFAIVKLLSISISPKRSRHVTDFPGSDWSTLGRVTSSCSMIGIVLH
RTPVFAGSARPVLLLLCLMEGCLLSRVSESYGASSAADQLQSLLDNKSLPLMFPTTPTLKMNDVISSLLQYKADLCSGTV
KMEPHSPLYSPDSKAPKQTSSPEKAGVTEPGTLSISTAGILPNSSSLNTTSTPMLSSSSSFLPSSSSTGLFSSNSSLLPP
NTSLLPPNTSLLPSSTALFSSSCSSSQLPRPSLLQNNTILTGTPLIPTSSLLPSNGLVPNPSLVPTSSLLPNCSNILSNS
TANILQGPNSLFTGSNSLLNSSSLLNANQIIANKMCDMGKKSDKTMASPSTSNPTVNNGVKIFQTKQGYTLLICNGYRDL
ELWRIIRYHVKNLEHEVFVPSSHQHPTLTTRTSVRTTTCDLLTELNALRLTHHLCDVALCVNGTLIYAHRVVLAAASQYF
RLLFLANTKLLSYIELRGVDPESVELLVNFAYTGTLNINYVRVTEMLTAANLLHFTPVVEKCCDYLRRKITPQNCIRMRE
FVTLQGLTKLQAILDKYICNNWNRVIEHEEVYDARPETLLFFLGNDDLVVQNEADVYQVIIRWVRRSPLYRQFYVVELLR
KVRLVQLNAQFLLDNVESEELIRQHRECETLLHQAKNHFLLPERDHGLEDYHFRKRKRKQNVCLLGTENSRTIAYEYDTT
RNTAWEASGASDDSGFFVIGGKGPNGVLSDKVEHISLTSHAVTTLPPLPHGVAGAAAFSTGDSILVFGGIAAGGASDYVF
VYNKSIKLWKAVASMPEKVESPSIFRNSDEMIYILTGSNKQFRILSSKLYDEYNSTQPFNFECKKTSHETITKKDMPSTK
KKIVTLGQVEDTIVKKIEQIKAKKNKSGPVVLSDCKSSRVNKESFKNKKKGPLKKVEASNKNNEAGDTDSDSDIKAVKPS
AKLMLNDVIDLGGTQDDYDLLQNLSDNEVELEIDSSVDPNFNVGELITFMKSNGFKTFKKVKEKNVDKSAEMNDKKPISK



TCPTAPHSPTPHEKLLFKSNEPWYTNIRVNKTTVPFIGIDKWKLYAEQLWKNEVDLSAKLRDKYQSSDQQWMKTVLSSGT
INDKVSAHCLLLQESPVHHIKSLDALLGMAKKKSKRMAIQSIDTLKEMFLSTILPDSRKLFTFEQHDFSILTGENVNLIA
LGWLVEDKLKSCYSDYLEIIKAHLNDNEVAIRTKLCNLTFQLLNEKPEKEQELLAILVNKIGDPDNKLASKIIYILTQLL
QNHPHMKKVVASEVERVLFRPNISERAQYYSICFLNQLQLSTEDSVFAAHLIEIYFNFFKESIENTNVDSRMLGGLLTGV
NRAYPYTASQDAITKDNIDTLFKLVYSDNFNVSVQALMLLYQVSGGKTEICNRYYQVRKKHVVMFLL             
>Mlei_ML271524a                                                                 
MNLDAKAHHPPDSFFRTLDSSVKKNSVFVKKLSSLTEQNRTKLVADLNSLNLTKYIEEVVNAICSAKLKMQDMNCAIHLC
SLLHRRYSDFSQLLLKTLQSALSNLNKEDKVTRVRIELRLLGQMLVLGIITDQKEGFTLLHTTLCKIVESDKDRLEFLPA
MVSFVKHCGEDILGVQSTKNRQLIEQHNITVPAMKILAKDKQQIFAGLLKEYSSAVILTLVKLHNKLMKCLKHNKKTLLV
KGEVSAEKIELSEKLSAQHSKLLMNATTLAELLDITIPDLPSLQQLEDEEMDCNSPTNANADMSEVSLWEDEDQKTFYRD
ILDLTGIVPQILYKKDKAKADQKAKEEESKKKEEKSEKDGKDDKEEEITEESIEEEFKKLNIEEEDDDDDDEEEIVVTET
TQNSNNKENPDDFGTSTITISNKAMMESFISKLSNISNRDLVNEAAQEFCLKLNTKSNRKKLVRALYGVSRNRLDLLPFH
ARLVRTLSPILPDIPTDLFTLLKKEFIYHLRKKDQNNLETKVKNIRFIGELCKFEMCEKTDALWCLRVLLVKSSKMAVPQ
NFGSEYFDSEHHSNIEIILKDGSRVRLNSVVLSMNSPYFKSIIEEKGIKKIEMDGVDAKVCRRFLKSLYTGVSGVLNRRN
FRQVSKLSFTCEVAWMQLECLVYFMKVLGCNDDNNKFLLEEAIAAKDYDKNCQYLEALVQQKTQSVFDQDIQAMGLMLDD
LNSLPVDHLDFFIRLANKCNRRQANNGNPNYGNYFYGELPGAYGETYGEECPSEECQSVVVHRPDTVGSYSSQAVIPRDR
LLFLPKITSLTFQKVRPPLHEYIRKLLIKDLNKNNIEKILRQFRKLPWNDKEVAMYAVKCLCRVWNVKYNNIYCVASLLA
GLAQFQETVGILVVDNVLEAIRIGMEINQPHYNQRRIAEAKLLGELYNYRMVESNIIFNTLYLVISFGALPDSTNPIDLP
QDMIRTRIVLTILETCGQYFEKGSLKKKCDIFLLFFQKYLFTKVQPLPIDVEYAIQDTLESIRPNITMYTTVAAVDMAIA
EISPQLKNLLGNQEEAEETEEDEDTETEDQGEETPDEKEEEVKVNKKLEVVKCEEDDEFIAELERTMTSELTGRKMDSTV
NKVNSSDLALPMNRGFKGHKIDGNSVQFSVMMKKGSKQQFKKMDIPVESEFASNLFDKQKAVVREREEMKRLVLSQEMRQ
EEEELMAEQMDQHKSSGVGYRAGERKQKPRKAPQLTTDMFNFSSGK                                  
>Mlei_ML279816a                                                                 
MITPKRSDNATTANRSEPVIHPLRQWPWRHKHIENTLKNPNFTFCRTDINLIVEKDAVEYIGEILKHPLKKLSHELKHLS
VRFLRTSKAEVQTALRLIFHDNLSHLALASGVHALSLFVMSMDKYKFSKSVRCLLSFSVGHFFRWLVDHNISKRVTDCSV
VYLAAAFQCLTEELLTRTIQTKVTADSSKGKQDFVLTREVLQSVIQHDADLARVFGVEFARGGEVGDDGPLPGIPQQAAS
DSPNLEDSMGALDMTEYFEDCGCQHCTDIKSPLDLCCVHSLSVLRELVSKQQQLQHHQLQTYRRTHGNVTQPLSWSNNAF
HSLLYYLNQHNESRTCNKITIREWIRVAGIYAAHHLSELIDEDDISQAAKFLLGIDYPPRRYGLEDPLCLSHKLNYASSF
NSLPFKLLTCGRNDSIRQALSAIGPDGINSHIYQGMTPLMCAANAGDYNLVHLLLDADAHPNIAVPVPLDNTQIIPMENR
RWTALSFAVNQGHTDIVKLLLSRGAAVEGSMNNPADITTETPLQLAAAAGDSSIVELLLEKGADPFLSSSIHSSGSTPRN
RGGSNAIALAVAHGHVEVRHKLLQHQPSVKSNDMLSLQEILAEGYLFQNNRAHGIRLSRLRKLQEALYLACEHGYLNIAL
ELRSIGVMWNLNFWTRCLETAYEEENLEIVRYLLNDYDCLRVDEFSNAFCKDGIVLLFEIFQNSKEEDIVMAACKMLQHC
YGVFQWKPISNFTQHAAPEPRIDLNYVNNKEFSDVTFCVEDKMFYAHKIVIVTGSERFNAMLSKHFVEGSSAVVEIPDIK
YSIFEIIIKYLYAGSVNCVDIKSSIVLDVLSAAHFFMLDELQFYCESLAAGSITKDNVITVYQKAKLYNAHDLVHSCLHF
FLGFLPELIKKKISCFCISIEGHLKDSSSFNGLLIQPSITIHSFLVICLSQPKKIAEVKPNEILQSSTAVYEVLEFIGRG
TFGQVVKCLRKDSNELVAVKILKNHPHYARQGQVEIQILTHLSSESSDKHNFVKALECFKHHNHTCLVFEILEKNLFDYL
KMNEFSPMPLNHIRPILQQVLTALIKLSELDVIHADIKPENIMLVNANLEPFRVKLIDFGSATYTSRALDNTYLQSRYYR
APEVILGVPFSEKIDIWSLGCVIAELFLGCPIYPGGCEFDQIRFITSTEGLPPKEMLDVGKKSRQYFVPPNSFSPNWRLK
TEEEYSLETGTRPKESRKYKFKRLQDLMFFSATDAVTDQDKFIEELDRFQFVELLRQMLSLDPNLRCAPTWCKTHEFVTM
NHLQDYVQCKRVRQGIEVMQRACRREKPINRMLLAQQQQIKYLQALNQQVQQREHIQQQLKAQQQHDLNWSLHTGPSTSL
QYFISDNLQTISDRQPGIYPTPDWSPASADWQQPEYGSKSHPIVIPDSPNTRPVTSEQLLQEHLYKAQLLRNALKQSTQH
SAPSLDLSSHFMNPVMNPVTLPNSLNLTGLTNALTNRYL                                         
>Mlei_ML30558a                                                                  
MTISLPLHFGLGLLKSSTHNNLTLEASEGETVLASSVVLALNSPVIDHMTTELNLTSVDVTEFSRDAVQMFVEAMYVGDV
QKIARAQFRDINKMAHVFKVSWLVSICERDFLRLAKEIVVPSWPDLSFLFEEAAYIRCNRNCDKLKEIALDRIKDLEWER
NFIKWYDEYNSNIPQLKLDMLIELAGTQVDCIVLPINKYLALVETGKIPKEVLPEKYRYMLDKCDLSYYKLGREKLFEKF
MNRLREVPAESDDYFKWLFDLNKKACSTSKVSLQVARKPRSRQASKISLGDRSVPRTF                      
>Mlei_ML32434a                                                                  
MAPEVIVPMDFGRRLLSSPIHNTLKLNTSKGGMVYASSVILSLNSPVIDHMTTTLHMTSVDMLEFSETAVKFFVDSAYSG
TADELNRDIFRDVNKIANIFKMSWLVEKCFEYFNKVADSVQTASYPDLVYLFEEAGFVLEHLKSKHFAQIAIKVIEKVGF
KQQFIEKYLERADRLSKHMLNMVIELAGFETNCVVKAIAYQLKEQTSVQGTSNILVSHRYLLDHCDLNHCKNSDRVSFDL
LFDMLGYLADKVDDMKWTFQLYRKSSNNSRRKMQSESVDTICLANSPQEMRTEPVLAKGVDSVLPNLFHNLNMELSFDEL
LVWISQSELIKNLLMAIEAVWTWSWYRRLYTKKVYSVNHSKLTSELLELREIRRWKFLPSDFMKHHVCLSDQLYFDREPF
CLTPQDTISSVIIDCIETCSEPLTLLSKEAKLTFHFQPPSISQCNLPGECGFILKTVPDETALWKLALCTDDEDYDNESV
HFHNEFMAEDMHIYFHRNAYFYPLSWLNWLFSSDAAQQRIDWESKFRIHDAHSRFKVLYDLVVPSECSLVRDPDSKSRFR
EIVSKLRWDTSLDEAK                                                                
>Mlei_ML398335a                                                                 
MTKLNFIKMRRRPTNKQQEINDLQTEMSDVTSDTPTHSRSLTPDDITIISDISDISTTSSTSTQHTQFNLETSPQHTQDK
QQTPAQHWSSQLLTSLRSLRLNLPPDCHVIVNTHHIPVHRTVLYMNSSLGETASFNQESGVYEVRVEGDQVRLVTDILGS
FYTGELEIEHQNLESVYRFAKSYSVGWLQKIVWEKFAGYITAEPGCARFVEIFKFAHTVWCTQLVDLCISTLDNTRVMSL
LAKPDLILQLDFFSMRSITTSSELRVEEKWVFKLVNRWFKEVKQRDQLDNCHLGYLLTSVQYHLIDKPYLHEVVFDLVLD
STSLEDGVRRMLLKKIRDAMKYTDENQTARNQLSGDTSNKDDDLSSTVSKAVPKNQRPIRPDNLIRKIVGIMAGNIPGGD



RSVSANEIDLLLSEKYQNLEPNIQDLVVDYLATRDRISGSNCTRCLQLYGSTRNRKLILLVVNYLTRDPGDYNEIYGIGW
GEVSFETIRDMIQDTGIAEIFHQHDSPEEDYWYPNYRRFPNCTQVELIMSWSVAHPNQTSNIASLLNTLCYRSIPSKYRK
LVLLPFVRLLLSDKTELKCGRHKHKKTLSSHNYIGAKGPRELYDDDEEREESVELVRIGDCRYNLDFSEGMLKLTSRLSG
EDNRDQDAAQHKFILFDALAPTETTQYPLFTCNLSLARVRETVGKSSDVFVMFVKRRGMAT                   
>Ocar_g52_t1                                                                    
MELRSLGVPWNLHCWLHTVAAADRARKLELIVMLLRDFKSINHDEMGEEFMQDGISLLFSLFRKYNEEALYRELADTICG
CYGDLPPPRPPELPPDANAFKMPFPRIGPEFVNNPEMSDVTFIVEGKPFYAHRIILVAASSKFKXXXXXXXXXXX     
>Ocar_g98_t1                                                                    
MVSNGGLGFAADCDGKLHYTSSNKIYTLFPNGEKKFVCGSGRNKSIDGQGLHASLASPRCLRYDARSGCLFFTESKAIRK
VRVGSPKFQPYSDPKLPLDLARLIDSPDMPATDQAVFLVEERRIHVVKSILCIRSEYFHTMLRSGWRESQNEQSAPIPIG
DASYDAFYAVISFIITGVFDVEKHRSILQEIAVLADRYLLDDFRKLCLQHLKRGVSKDTVIEYLCLSERYGFGELKEACM
VFAVKDFRVLSQKEEFKSLSKETLVEILRRIR                                                
>Ocar_g160_t1                                                                   
MGDSQKRATEASSTASGRSLGKIDHVKKLSNDLGSLLDASRRSAISDVTFIVENRRFPCHRVVLAARCPYFEALLYGGMK
ESLPGTEIPIHDTTANAFAQLLSYVYTGKVDLLNGSDVTQVMIHDLLSLAHKYQFVDLQMSIADYLEVGLTTETVCYTFD
VASLYRLDGLRRTCLTFLDQNAVKVMQTDSFLDLSLSAVEEMLQRVSFFAAEIEVFRGVQRWVERNAVEVGPEGVASIVG
CVRLALVSLEDLLIEVRQSELVTADDVLDAIQKQTIKAESPLDYRGLLGEPWHLYSRYKHCCTAY               
>Ocar_g248_t1                                                                   
MQASSSSSSVPISIEDASYEAFHALITFLITGDPIMKDVLVLADRFLVTNLREFCMEYLLKEIALKTVLKYLNLSDQHGL
VSTVARNASFSDLWGIVTLPNGFILAADQQKHCIWKVNPTDGTVSSFSGMPGTHGYRDGPADAALFNGPAGLTVHGPRVF
VADYRNYRIREVCEGVVSTVAGDGLCQEQDGYCLQASFYQPWGIAVKSDKKIFTSDINGETVRLINVGGRVQTVAGLPGQ
YGHQDGPCKAVAGLPWEYGIGNLGAIYNQATFNLPDQIAVGPEGSLYVVERGNGSIRRIKDGQVQTILDGLWCPNGIAVD
DDGNVYFSDFTNKIYKFKIGGGTEILCGTGKRKSVDGQGEMASLNDPRHLHYNSKSSCLYFTERRAIRKVIIHRKPFSDP
QLSLDLAKLIDSSDAPPNGQAMFVVEEKQIK                                                 
>Ocar_g521_t1                                                                   
MDDYHDPDHPENCFIQMDKLRHKGQLCDVSFSVRSHLFSAHKLVLVSCSAYFATIFLKHDQQYAMPIHLDDMEPEAFGEL
LKFAYTSRVRINEANVHSLFHAADLLRFNGVKEACFRFLKSRLGPDNCVSMWTFAQSHRCVDLTRAAFSTIETHFVETSR
GLDFLELECDNVVEILSSDELCVTGEQQVYEPVMAWVHHAPQRRAKDLWTVMQHIRFTMLDYEFLLRVVDKDDLIKEDEN
CLDCLIEALDLMAEAAEEEGNHRLSKVCSYTWNARRPTQAIDEIFLRKNGRALGFRIMGGVDRPSHVFRHGDKPGVFILK
ILPGGAAWCSSLRVGDRLLAVNGNDVQLVTHNDAVKCLSQAEDPLTLTVRHEPPPRGLKVGRLTVEMGTFFTFWTAMQEV
NLVAKPGQGFGLSIRGGVNGYAGNPTDPTDEGIFISQARANIHVTNWIIQ                              
>Ocar_g854_t1                                                                   
MSLPPSPKRSKLSETRIPIYALAVLRQMNEFRRKRHLVDVDLRIGTHRIPAHRLVLASVSPYFTAMFTGSMKESNERVIE
INHVEYHAVELLIDHAYTCEIELNAVNIQPVFEAASFLQFAEVKTKCLSYLERNLSASNCFGIHRLAFQHGCRNLEKNSW
LFALENFETVVAEDEFLSLEGSDVIQLLRDDSLNVQKEEIVFTAALRWVHHNVSERSKELANLLKSIRLFQLPWQFLVQN
VFTNDLVANEENCKNIVEDLKKFRLSQKTDEKHLKPRSSFSSFELIYIIGGISPSSRQPTNTVEAFNPVTKMWKSSVPME
TSRRGCAVAVDRDNIYVIGGSDGHKALQSMEIFNVSQSKWNRGPEMKSPRSSVACSLVGSNIYVTGGYDGETQCLATGER
YSVDLKRWEEFASMTTARSMHGSVDISGLVFAVGGYDGHRDLRLCECYHPEENVWKAIPDMPLARSMACVCAASSKVIVA
GGMEGNQFYNSVDVFNVNTSAWYQLKSMLSVRSRAGAVEWGGRVFVFGGAAKGREVEVDAIYVNEDEEDADWCSVAKMDT
VKERFACCLV                                                                      
>Ocar_g872_t1                                                                   
MVKHGGTVVFVVEEKQIKVHCNILCIRSEYFSGLFLSGFKESQASSSSSSVPISIEDASYEAFHALITFLITGVIDVEKC
HPIMQDVLVLADRFLVTNLRKFCMPYLIKEITLKTVLKYLNLSDHHGFEYLKDACLNFAVENIQLLRRDAEFESLNKEVI
EELFKRAKPEGHSNSYSITTGTVAMIV                                                     
>Ocar_g1164_t1                                                                  
MFTSCLRESHESTVKLHDVDPAAAKALVPHSYTGHVEIDDGNYLAFFKAAHMLQFSDVLQHCCKWMESHADKSNGLKWDK
ESGPSCAAKERVGNFGVVLAVGGIKEECHHNGYESFIEDDQIESPPISSVEFYDPAFGQWKELPPLTTPRSDPGVVSISG
NVYVLGGNKRGANWDNCGSCDAEWYDSQLKEWVADVEPMRSPRLQRHFFAFDGFIYGLGSCDRMCSSACERYDPVKNTWD
ELEPIPTEISNGKVLRRAFVVDGSIHVAIGDDEVDFLEYDPVMDAWSETGMCLSFMYGGENRREQYEWSYSTVAMDKHLL
VYKCEVQEGGNVEIKEFEVGEVVTAVAEMAESGDDYVRGNRIAGGNKKFYIVAGYQGCKKIPGSDYVNDYFYPGRNFCWL
DICTREWEKGPNLTQARGCCGVAVVDREDILG                                                
>Ocar_g1239_t1                                                                  
MAESTQAVVTMRDVDPTILEQLVDFIYSGRLEVAVENVQDLLSASSLVQLEAVQNLCCDFLKEQLEPANCLGIRNFAESN
GCQSLAEAVDKFAEERFLEVAAHEEFLAHPCERLATLLASDDLNVHSEEEIYEAVIRWVEHDPKERAASLPVLLQHVRLP
LLNTDFLMENVDANELIKANMECRDLLDEAKRYHLVDKCRRSMDLPKSAQVRKSCVGTLYAVGGKESSDSISRSVECYSL
RENEWSRDKEMIVRRQQLGVGFLRKKIYAVGGSDGTTRLSSVEAFDADTCNWAFVAPMNTCRSGVGVGILGENAMYAAGG
YDGRNCLNTMERFDLDLNMWNYVAPMTTRRSFPGQAQLRATSVTVLDDKLFVVGGNDGSAFLSVAECYHPHLDRWAPLPS
LNMSRAGIGGRLFVGGGNDGSSRLESVECYDPRVGHWEMKESPFSASSPVEVFIHFKLDMEEQLSMFARRGWKRKGSFPG
GDDVDRKVFCDDGVGVAFSASATLPSSITVSSSDGNMAKFRVKREMEFPQIRNVFESSNLLSVSFDELKSKVREKRYQSV
IRRAADFRDKIRHSGILGRGSGGGQESVDGEQPNKDEMWVKKHGVNRILLSWLKLWDGAVFGLSEASKKFSIEHADLQPR
FPSKPNDKSVNFPQNVDASRRPKQKVSFVLADFVCLALRQVALLCGPPGLGKTTLAHVLCDHAGYSPIEINASDDRSPEM
MKSVLENVTKTRSLSWANEKPSCLIIDEIDGALPADHPVEMEVIESMCIGQKDMKKSLFSFWQDVFILSRKKQQPVRMAD



GREHAQSQFDSVILGMRSCGDHDKAIQGLYENYLKAKVLDRSSDSFSLALEWLLFADQIHCSISHHQTYEMLPYFPYVGG
IFFLLFASAAFPRVTYPSSFYEHSVQKEKIRKTANSLTCDFPVGVNQSTSVSSVITSVAPRLLQILSPTFRPVDVKLFGQ
SEKEQLKATINIMVTHGINYCQQRSLEGQYAYEFEPNIELITKFSESGQHQLSYATRQLISHEIEREKMRKSEANYGINP
LKTWK                                                                           
>Ocar_g1355_t1                                                                  
MDAESRYEGEERAADCFSGGFEFVLKDFPQRGWSDFTIRTIDDQSHRVHRLFLAFHSDFFRQTIFSHENNESVRCEFKMS
HEVDPTNVTPLVIDFLYSGKIRLTPTTAVAVWKVADFLQIPGLASVVETYVTDRLDKTNGWRIWTDCVDLCVDRFRDSAL
DHVVKDMEATKARDFSDIPEADFLALLSHKDQDGKDVFVLYSKYVQDLSFDLSDEFLQKASSVLESAVSTITSKFCRVVA
PADVAFVPALHLGSVLSLDDLDVDEELAVYDFIKELVQVRGKTSSEEVDTLLRAVRFSQLTKRQLFDVFQARKVRSDLLL
AHVLRRLDTFEFGQCCCLSDSDSDVSFGPRSSYDGPHLVSISILLSQCSSVDIEQFRIGLALTEATSLTEWETDSIRVVH
GPVDVPVSSVQSSQWLEFKMKRPFKWRKRRNLVVEMSRLNCSMTCDLGSLFCFHKNGSHTVEGTSDSLLAEHGPAHYPLS
LSRCPNYIPALRLFTVEGDEYQIRRLATYSLTRGPFNGQCTSSWMQSLYRWGDFYVVD                      
>Ocar_g1961_t1                                                                  
MIADEGSIRRKRQSSSTFLRSNSKRMKRVSLGTGDGGNRRLFRTPDYASDVLQSLNRLRNAGERCDVELSVGSRVFRAHK
LVLVSTIPYLNAMLASGMKESRQSTIELKSIDSHAFETILDYAYTGQVEVSAENVQELLPAAGMLQMESLTEACCSFLEG
EMDAGNCIGIRTFANLHCCVELEKKANRFVCTRFADVAKGEEFADLEWSEVTTILKSDELQVK                 
>Ocar_g2028_t1                                                                  
MENSPRHLHYDSTSSCLYFTEYHAIRKVIIQRKPFSDPQLSLDLAKLIDRSDALPTGQAVFVVEEKQIKVHCKSNLCIRS
EYFNRLFLSNLKESQASSSSSSVSIAIEDASYEAFML                                           
>Ocar_g2124_t1                                                                  
MAAMAAQLEPVNFPDVYGPSTNPSLRHMDQKHSSELLEVMAFLRGRNNLCDVALMVGDREIVAHKLVLAAASPYFQAMFT
GELSESRQSKVTIRDVNPEAMELLVKFIYTATIEVNEDNVQALLTAASLLQLNRVVTVCCEFLIDQLDASNCLGFSMFAE
RYNCFDLQKEADRFALQHFRQVAESEEFAILPADHLARLLASDELNAESEEQVWHTVLRWVKHDEAGRQNQIGSVMQHVR
FSHLSPKFLVDVVSAESLMRGDDLCRDLVDEAKNCHLLPDYDPRLETTVRRLRTPVRQGQVMFAVGGWCSGDAVSTVERY
HPADNTWTVVASMTKRRCGVGVAMVGDDLYAVGGHDGSSYLNTVERYEPKLDQWFTDVPATNSCRTSVGVAVLSGLIYAV
GGQDGVSCLNVVERYDPALKEWEQMKAMNARRLGVAVTVMGDNLFAVGGSDGASPLSSVERYDAATNQWANVSLMMTRRK
HLGVAALDNSIFAVGGRDEISELNTVERFDPRTGLWSNVATMTSRRSGVGLGITNGKLYAVGGFDGTSYLNSVEWLDLPA
NQWRQVAPMNFRRLGGGVGVVKEALVMNKENK                                                
>Ocar_g2161_t1                                                                  
MIEFDCASGYSAAMKELYSSGVYSDVDFLVGSHGKKLTAHRMILAAHSDVMARMFFCGMKESTLKEITLPDANTAAFEAL
LLYFYTGRAEVEDEKVVMELIKVCDYYNVSCLKRKCCEWIAAYLDASNVCSFLDFASAFDEDLYGKCMDVIVLETSEVLK
SSSFGSCLSKKQVQIIAENTSLEASEFELFEGIVRWADHQKEQRETVSHILTCIDYTKLTPGELLGPVQKCGFVEDKVLL
SALSVVFLPNGSHPANVQRSVCFDQGLTRGFRLLHGDTVADDSNLGCKRITGVLIDDVLSCLQKQGSKIRLELKLDKPMG
LDQEDAGSSRKSKKTKPAASTASVIVGFQMPAIAGIKVSFSSFGFGTLSTADGRLFGNLSGCKSLILDVSLRKKEILFDA
PGTLVHLNHFTVCQEPMKLKERRAHLCVSVSNAVHGFHLSASLQSLSS                                
>Ocar_g2329_t1                                                                  
MFTSGMLESRERRVEIKDAIDPSSLRSLVDFIYTGKLAIDTENAQALLSASAFLHVTAARXXXXXXXXXXXXXXXXXXXX
XEHACQELVRKCDEFFWANFSAVVKEDEYLLLPVDALMKLLASDELNVASEKEVFDAVVRWMKYDGTSEKRDDCMANLLS
QVRLQELPIDYLTTVVEKDSIIRQNLECRDLVDRAKNHYLLSKMRRTSVSVLDADTEQPRPRKSTVGNVYAIGGRGKLNE
PYKTVEMYDFFRDKWSEVVALNSRXXXXXXXXXXXXXXXXXTSPQFRRMLPPRNRKVDGNRTNADKTPWSSCRIIGRTSL
RSWYV                                                                           
>Ocar_g2555_t1                                                                  
MLALQRSNAHYDVIFSVGLGKARRTAHRAILATHSDVMERMLYGDMKESSNDQITLPDVDEKAFDELLSYFYTGQTQIES
SDHLLAVAKLCDYYNVTGLKNECTKEMNRTTDVTNVCAFADFGGQFGVPTLKRNCCAWILDNMKFDNMCYFIDLWKDRTT
NYLLINS                                                                         
>Ocar_g2805_t1                                                                  
MFTSPKQIAVGPEGTIYVTNDLNHSIRRIKDRQVQTNGFDYPFCIAVDYSENVYVSAACKIYKLKIGGEKEVLCGTEKGE
SVDGQGGVASLNYPCHLHYDSKSGCLYFTEERAIRKVIIQETSFSDPQFSLDLAKLIDSSDTLPNGQVVFVVEEKQIKVH
CNILCIRSEYFSGLFLSGFKESQASSSSSSVPISIEDASYEAFHALITFLITGVFDVEKCRHVMQDILVLADRFLVTNLR
KF                                                                              
>Ocar_g3076_t1                                                                  
MAEGLVSTVARNPLFSCLSGVVTLPSGFILAVDAGNNCIWKVDIADGTVYPFAGVPGRRGYQDGPADSALFSSPRGIAVH
GSRVLVADYFNRRIREVCEGVVSTVAGNGLREEPDEDCLQPSFISPFGIAVTSNQKMWTSDYYGHRVHLLDVGGRVETVA
GRPVWKGKQDGPCNQAKFSYPCQIAIGPEGSPYVADQFNGCIRRIKSGQVQTILDGIGSPCGIAVDYNSNVYVSDLFNSK
IYKSKIGGEKEVLCGTRKCESVDGQGRMASIFHPRHLHYDSMSGCLYFTEHDAIRKVNVHQRTFSDPQLSLDLAKLINSS
DALPTGQAVFVVEEKQIKVHCKSVLCIRSEYFNRLFLSQAGSSSSVPISIEDASYEAFHALITFLMSGVIDVEKCRHIAQ
DILLLADRFLVTNLRKFLMEYLVSLETVLKYLNWSDQHGFSVLTDACLNFAAKNIHLVRIDAEFESLSKELNVELLKRAK
CE                                                                              
>Ocar_g3129_t1                                                                  
MDSLRLSSELCDVVLSVGSLQIPAHRVVLAALSPYFRAMFTHDLKENRESAVTLYGVDPAAAISLVSHSYTGHVEIDDDN
YMALFEAAHMLQFSDVLRHCCKWIANHMDESNGLNWGILAHNYGFVDCDFQKTADCWSALSLKSYADRGADEFFSLPCDY
ICHLLGMDQLQVDSEEEARELAWMWIRHDEENRLNHADKLLACVRSPSISDETNPSDTESSSSQSVESDHTAKERVGNHG



VVLAVGGTNEESQPYHNESTRYKEFDFDEIDCSPISSVEYYDPAFGLWKELPSLNTPRSDPGVISVGGNLYVLGGNKKRY
TYGSCDGERYDRQLRKWVADVELMRSPRVQKHFVAFDGFIYGLGSCDENIYAACERYDPVKNRWDELKPISFIKQETPIG
RAVVLDGSIHDGSIHVAIGDHE                                                          
>Ocar_g3667_t1                                                                  
MDSLRLSSDLCDVVLSVGSLQIPAHRVVLAASSPYFRAMFTSDLKESHESTVTLHSVDPAAVKALVSH            
>Ocar_g3762_t1                                                                  
MDNLRASEDLCDVVLSVGKLKIPAHRVVLAALSPYFRAMFSSGLRESHQSSVTLHEVDPEAAKALVDHSYSGNVEIDEKN
VISLFKAAHLLQFSDVLCHCCDWLSGHVDESNCLEWGLISWRYNLSDSEIEWRTDRWVALRLSQMAKCNDDSFSSLPFEY
LNRLLAMDELKVDSEEEVEGMALKWVRHDEENRQRYTDDLLACVRKSLLPCSEAESDITESNEEESTDDDSQKSKSDIPA
QRRTGNLGVVLAVGGFTFVDWNKQTRTSLVEYYDPVFEEWVELPSLNTPRYAPAVVSVADSVYVLGGNEGICDAERYDRK
NKTWISEVEPMKNPRHRNQLVAFDGFIYGLGSSECGEKRCQCERYDPFVNKWHPIKAVPLKKSQYVIGAVVFDGWIHVAC
GGESSSYFEFLRYDHMANVWFETSIRYRHHNILHKRPHIFSALGNDRLLIYDGSGHRLIELSEGKATVKQLSQLDNCPLQ
EGAVAAGNGRLYFVGGVKQKKKGLCESHNFCWLDTAEPESKVEKGTLLIHRRSLCGAAVVDRSAITM             
>Ocar_g4119_t1                                                                  
MATSEDFGLRRLFRPPVGHLSVKEQLKLCSTRDLGKSALYRTAAKIWGAPNRTRVLIARSTDENPENEAKEVVERQAEAA
SAEKSTEEDEMVDYHRWMTERRQLRGDLDSLGLNAAWLRSKRDKTDIEGRVLERMERPVFPLPLNKPEPKKVSPKRKVKS
RGRGVRPKLDLPLPDALTIIEEFVQKNRLRLVDLFARFDKDKNWRVSKAEFRRVFKLAAIPVSDRQLDSLILALDKDDNN
ELDYKELVRGRQSLKKLLRDAKRDISSRTSMSSSPLLGGTPTILEEGEERKSPSMLLPIPKVSTSEKVKMVSREAKMTER
KRVRKMKRKQEKTAAVVHKEISVQLERHCAVSTIGCGGGGAVGEAVNAYREMVRREYEAALHLCRMNGVDLTKEILEKGE
CQAKLRQPGLDLLSRKDLEIPDSSPKKSSRLRSSHAGFGAPSTRLKRVKLSTGWAKVGPKTDCWLTYEEYEALTRQLQPK
FDYKRKSRSVDSNAFWPGSLLDRLRVYLPSDNETFGFLSSVIVLSNGTILATDRKNCCVWKVDPRQTTLSTFAGVSGKMG
YKDGPANEALFDNPAGMDTDGSSIFIADSGNNRIRKVSEGVVSTVAGNGACRVRDEDYRQASFRCPFSIVVKPDKTILVT
DMRGHVVRLLRADQVLTVAGVPKSSGRKDGPCDEAKFFGPIQIALSSKGGVYVADQNNQTVRTIRNGQVQTVLGGFNSPR
GVAVLGDESIYVSDSSNRIYKCKPTGEKEILCGSGEKKSVDGQGVAASLDFPQQLFLDARTSFLYFTELQAIRKVRIACS
YQDPLLPQDLARLIDNSSLSSSDLATFVVEGKRIEVKSKTLLCLRSEYFNRMFASGWKEVQTCKLSGSVTIPIEDANYDA
FHALITFLVTGFLDMVKCRRFMMEIAVLADRFLVPDLKNLSTDFLSKGVTMANVLEYLTSSEVHGFEDLKEACVNFAVRN
MRALKREGMLHFLSKESLVRILELVQLDQ                                                   
>Ocar_g4295_t1                                                                  
MNDGSIYVTDSGNKRLKKIANGKVETILQNCCSLHGVAINNDGSLFICDFGTNEIFKWTPTDDELHVLCGSRKKESQDGL
GVSASLNGPCFPYYDAKSGYLFFTENKAIRKVKVIHASAEAANFLVEGRIVRVAKTTLCIRSEYFQRMLQSDWKESQTEE
SGNVITVRETTYDAFHAVITFLVAGVFDEEKYRSIMIDILLLADKYLVEDLGEICMRQLTKQLSPTTVVECLLLSTKYGF
DVLMEASLTFAAENIKHLRHQDGFDSLSKGIMSVRL                                            
>Ocar_g4641_t1                                                                  
MEAVLPWDAKVEAKVEAQVEAKDESCLPADPDAVVADATMHCIWRVDPQGRLSVFAGVKGRKGYSDGIADQALFNSPQGL
CTDGSCVFVADYFNSKIRCICRGVVSTIVGKWSEHSKESEARFSHPFGMASVPGGNIVIAEKLRVSLIGNEGHVTNVAGK
ITSSVLSSLQNSSSSTSYECSCRDANFSHLRQIAVGKDGSIYVTDYNAKALLKIANGKVQTILGDLSSPYGVAIDTDENI
FVSEFRRNQIITFTPTGEKKVLCGSGRKASKDGNGLLASLHCPRYLYCDSMSGFLFFTEENAIRKVRFAEKRPSHLDHKL
SRDLMKLVDNSDIPSTDAVEFLVEGRIIQVAKTSLCIRSEYFQKMLQSGWKESQSEDSEKAIPIEEATYDAFYAVIAFLV
AGVFKADTSFAIMTEILVLADQYLVDDLKEMCMRELATNLSVETVIECLLLSEKHGFEMVLEASLRYAAENVKEIRVCEG
FDSLTRDILSKIILNLDICGCGSAINK                                                     
>Ocar_g4957_t1                                                                  
MVRYPWQLVRIHQAMSXXXXXXXXXXXXXXXXXYTKKGDQSATLTRRMQDKKVTSLEVHPSAGSKYGLAISHSKQMLFVS
TEKNIAVVPLEDSDFPSKEKVQFAFCPTIGGNVADGKYGTXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXKGNLSF
LIGSGTPRDVVFVAESEEFQSIRAALSARCQPLHKLSVNPILYNTKITIENTSAKAFRAFHDYLFTNEFPLEQCSDFLDE
VFVLSHRFEVRELKDFCERHLIAKLSKQNALHLLQLSFENKGPEMKKSATKFIIHHLSSFQKDGSLSKLRPDLLLDIVMQ
M                                                                               
>Ocar_g5475_t1                                                                  
MAMAQHTKLNCFSGFFESLGELYESRANSDVTFLVGPDKARQRAHRVILATHSDVMERMVFGDMSESKKDEIPLPEVNKT
AFDALLQYCYTGKVDVGSSDEMIELAMLCDFFNVSKLKSRCALWMAKSVREDNIRDFMKFASERGEPSLQHKCLQWLISN
VKATNVCALMTIGNRLKEDNNDFAEKFLDKSLAIISLNATKVLASDEFAHLPRDEALAVVQCQALQTDEINIFRAIARWI
KCQDESDSHNDFPSSSILYDLLTPDQLVGEVQNSGLVANDVILSALTKLRRPGEDSLGLPSCRRRFVMAFEGSSDDCPLT
NNGVQVEPSSQLEFSTFIPKTIVAVLKNTELKISLQIRRVSCWSFGSCDWFTFPPRSILNILFNVGSGKFGIRLQKGKNG
CSANATAATVTAITPNRTYALTENRLKSEFVVEVSSTKDGDIIFEIPSVNCKCCSNHFGVSAKPISERGHLYLEGSGCLT
ISCECSLDRHN                                                                     
>Ocar_g5529_t1                                                                  
MQNIKVVVVGDGAVGKSCLLISYTTNAFPSEYVPTVFDNYAANVMVDGKPVCMGFWDTAGQEDYDRLRPLSYPQTDVFVL
CFSITSRSSFENCAAKWIPELRHFCPKTPVVLVGNKWCAGYYENSALTQEGLKCVFDNVIRAVFNGPSAAERHGWMLWNR
RKGKKGQVEEPVPQPPILPEFERHAPWINIETSSYAEDWGTMVDNLTSSDVEIHVENQTFYAHKVVLCSASQLFRNIFHV
KSDRAVDVSSAGGVASKTKSKANQAIPVTDIIAGKIPGFQFLKEKKINSGMNTTALYLSDDITTKMFKHVLQFIYTGIVD
LEGESDEAKDSLQKAAETFDMPDLVKMCENAKNGMEFLNPSIGTWMNDRCGAAAKQLFFNESLLADVSFKVDGTNIPAHS
AVLTARCEVMAAMFGGSFAESQSKGVEITSTSLECFLALLEYLYTDHAPVEETDSVGLLVLANRFCLPRLVTLCELYITK
EVDRATANRIAEADIDVIGLLFTCQMHNARQLSDWCLHFIATNYTAVKRRPEFKLLDGDNLQYVEENQYPPPSYFKELEE



YERMMASREKGKKKSQSNTSCCIM                                                        
>Ocar_g6020_t1                                                                  
MSGEQAGFGDPKVLAVEMSKLLNARDHSDIKFLVGEDRKVFFAHKCVLAARCEVFRAMFADQSATVSSGQPGDPYVLSDM
KPQIFYALLEFIYTNKCTITTDTSIDTLGAAIEYGLEDMARVCIDFIRDSLSVANVCEAVQAALTYCQDDLARDCLTLID
SDPESVFRTRGFTEMGEEALIYTLQSDKLMADEGEILKAVKEWATVVSGESMGDLCRNVIEHIRFPLLDPEELSFIEKEN
SRKKYIPLHLISHAWKFHALKEFDPNDIQTRLRAGTLPKESLRVVGLNLTDGCNIAQAYAGTAPASKASATTHASSERQH
TSGRETTGRGSTDSAVVCRPPWCKEMMVRSLFKPFKEYTSPTEVLSTSNVLGRLTGGLKDLYRQIGTKETPRPHSETRRD
GPLHIVDSVDHSVAGKCTADNGRFTIPHRAARLAQRYQMLDVIGKGTFAVFIEARIDPYRVEFEVQSLWYRAPEVLLGVE
VGLPIDVWSLGCILIELYVGRPVFEARQKQDLLDLMVRLLGPVPDHIYNTRKFKDLVASHCQLTPEVCRLKASENIYKLF
KKMKRQGRQEREFADFLSCLLCYSARARPSQALLHPFLRHEFPLRFCIEEPYNYGVTGKGGDFEVDQLPSISLPSNLEHL
SPLLSSTASSSLSKSCRLIAEETGSASGTGSEVAVEPGSNSEEMDSCLDDCMFDKETEPSIPFSLGADLEFKIIYVGSAS
SKDHDQTLDSILVGPVPAGRHVFVFEADSPKPELIPQQDAVGVTVVLLTASYLCQEFTRVGYYVNNEYADSEMKENPPAK
VEFDKLQRNILATNPRITRFKIDWEGTGKDEYAEQLQREAHEVENEADTAGCLPEQAIGHSSE                 
>Ocar_g6241_t1                                                                  
MADIQSQSLASEDTSGPSSAPYSSFDAPENFSDFKLQVGDRIFHVHKAVLSMSSPVFRTMFTSDFKEKNAEVISMKDKDP
DQFLEMLQVIYPPQKPVTALTAPYLLSLADEYMMLAVTDRCEDALLSSSFTFDTLILAERYRLEKLLSAVTSGIAKMPLR
KITDRDGFQKLDLSTRLSLVEKRLNFVTEQGSRVREIFKKWNKLYYPYLGKIVDGRDVALIKNPKSNFTRNYRWETIKDK
IKKRLGITGLTSSMSQVMEEHVCDLEILKAASDKLSY                                           
>Ocar_g6594_t1                                                                  
MSASSVLSTAKKSVLDSGPRSSHFRTEIERQKADFLRLFESGNWSDLTLVAEGRHFHVHSAILKARLGSAFGSCPVSSQL
TLCDIKSSDTEQTLRDIYSSDFVSNADVLNELARLSLPQSDYEKLSKPIGATRTLNQCLSILFESKELSDLTIIVEDKSI
KAHNAMLSGSWIESSSKEITLKGCEVTHSSVQLALRYIYCCAVDWSPEMKISDLFIVATMYGLEGMMEDICFLLQEKYCC
KFHRPCKNCTENVPLCLKLSSDFPLDKLKENCLNWLCKYFDRIWCTKAFASLPVDLHQLVLETKKSSLSYGNVIGVLRGC
DCLGGAMSSYCKWAEPVQELNQKLLKYCVHFVSCNLYNIVHSRAFRDLFEGIGSSSTLVNLIFQKLLSDMSAENCCLNLR
CSSVLMDNGFADDIQALVTDFHLSCKKFALCHLAQVRRMALWKTLPKLLCDELEAAAVTSFVQFGPAKNVKPKSRAAPKR
FNSKKKS                                                                         
>Ocar_g6998_t1                                                                  
MAEALDPADCSSTPSTEQQKPQSSLPRSLYKPTLWKPTSSSTKAPLTFPSSAKSTNAPTSQTKTSSSEASQSSSVDSHQT
TAKAEEPDNSDVASESAHPDPPAPPCPNKEVADTGNSGSPTHENFEEPAPPLEESVEVPEGYPDDDVGLPLPPPPPPLPI
LGSPHDDGDVQAENDEVAVNPLAQVMADIRKGASLRKVPEEEKKRTEPGGMKVVDVQSELRKKFMKEKTEKVKIMKSQID
LHQDRIEKVKRWILDAQHGYLAIFQMKKLLGEIKEVQQLVQVTPELMALRISWPTDLIDAVEAIVDVLTALDQAVFKLEG
VLKNAESAGTEERPSSVHLNVELAKNTINTIILKVKSMGMAESRYSQAAVVFTVSSSDVGGIIARARDAAAGILNLLFMK
GFHTAEVRSVYEPGLKKFDQNFRISNAHRLLLMGCQINDSVIVHLDGVKHHDYSEARLKLTELEQINSKAVNVSRRSGEW
DTAEQVVLKSSGSQTMSRPGSSSLEKIVQAVKAKQIDEAKQLLSSVTTKEFLAIEKSLILAALGSEAVSVVLQQRNSLGL
DPLSSSKQFEFINEAMAKGEKESVKQLVELHGFNVNCKSSDAGNTDVTIVSEEGSGQKKFPAHRIVLCAQSDVFKAMLDS
PHWGISRQHEVVLPGLRAAVVERLLEYLYTGLCVFPKDDLNLGVELLAVADQYLLTPMRSQCESHLTDMIEKEIVIPLYY
AAYRFSTLSLPVQYTTLH                                                              
>Ocar_g7064_t1                                                                  
MSYEVGYALMRWVYTDKFEIKTNTDFVLSLMKAAEKYQLMDLKRKCENSLVSAVNVKNCVKFFQTATDVKAVELRKFCLE
MIRTNWTQLDSTAFADMRAELLFDMFKEKSEYPLNLAIRYEREDIVFLYLVEHSSQLPAKLNEADENGDLPIHLALLGRN
EGIATKLVENGCGLEMPDGDGRCLLHKAIARGDDFAACFLIEHGADVHRAIASTKDTALHLASASKAAEKMKKVVILLLE
KGANPNEQDSTGSTCIQRSVMSHNAIAFDLLLHHGHQSRYSSHSRIDRRCGATAATSLVVVSEAAKKDGLVH        
>Ocar_g7150_t1                                                                  
MAFSALRESGEYSDISVEIDGETLHLHKLPLLAKSKYFKALMNAKVDSANSVELKDFPGGLPVMNLLADFCYGVDISEKI
ACDNVGPLICGASYLQMTVDSDNFLEKAQQKFHCLTEESVLNCLRILVGCLAITFHAESEALVSLCFDSLVDCWSSSSLQ
LNETERRTLQSLPLKWMLALIDRLKTKIPPEFASVQQLSSVFDEKVMDDCRQGLVDPGQFCELMNSTLSNRKSTASFDRS
FETLEVFLQSCPTLSQDETTAVSQAVDYAQLSEDCLERAASNGRIPKEIVLLCAVKLCRKLNSEKKQLVDKNTELTTLSG
QILAEKEEFEQRIAEKVEMKLRDWELRYPFLQ                                                
>Ocar_g7841_t1                                                                  
MTDLRVFPRRRPIGKPSLSHRLVSAVFHGALEEVKRTCALAGGRLARMTDEWGRSPLHVAASLRNGVETLNWLLENAPFD
KEGKDPESGWTALHRAIYYGNLQNALSLLKRGGSLQSCDRELLTPLDLVNKNRLLASAGRVSGHTNSELAVQSEFLAWGL
NNNMTLGHADASSKSIPEKVAGLALCNVSEVVLCKFHTVFLCADGRLFTCGVGQGGRLGHGDEQTHVIPSYVKSLHGVRI
VSVAAARNHTVILSDSGAVSACGINDYCQVGSQDSSAEILSPRKINVLKGKRVTLVAAGRYHSAVCTKSELFTWGKNEGQ
LGYCKADTIQAQPKQVTLIPERSDIVMVCASDAATACLVQLKGGGGGSDDVYVMHEYGYRKISLGLLGLPVKMALMASLG
QLQGVEQDGACVFVGLFKDGRVWKWSPGLRAFRPCQFANKCDIEGVHIVDMALGKHVFLTTDEGQVYRATFPSPPPPSPH
RKEVSPLGRHTRIPKGRKSFDRQSSKSREWEADSGRVLELTRVPHLHRVQRIFCDYKGQNIMAVALNPIFGISGFPLLSP
SQLRSDLERLLAEADLFDPIHDYHLQLGARKLPAHRVILADASRRFRRVFQNGANDDQINFDSFDVQTVNIVLFYIYTGQ
CKPLEAWKGSRCRRRRPQLSSAASETDNNEMNFVLDLDEVDGLREIDWSVEEVHFESVLAGPEDAAGRMSGQRRGERKPI
LSPNSTSAFARFQTSVVSDDDDGGGADADAETTSLLRRDSVPADEICKEKEFMKTFQALPEILQKVYKAAEYLEVFSLVQ
TIERDCGLREHPVNDTCFGSLDREAHLHLCDISLVANDGTTFLCHKCILSARLDYFYSMLNFGWREASSDLPSVNLPFSS
KVLKVVLDFLYTDTATVVEESTNLELIGQILIAADQMLVTQLKQICELSLAKNLNLRNVVDIVDFADTYGASQLKKTTLD
YICVNLAALLEGGFLLNMDGRLAEELAMSYQTMVRKIDMQ                                        



>Ocar_g8274_t1                                                                  
MFTGELAESRQSHITLHEISPIALELLVEFAYTSEIAVCESNVQVLLPAANVLQLTAVRDFCGSFLQSQLHPSNCLGIQA
FGDLHACADLKSAAHVFAQHHFVDVVRGDEFLALDAGDVAKLIESDDLGVQSEEQVFEAVLAWVKHDPLTRERDLASLIG
LVRLPLLSKEYLVNSVETEAITRRNNVCKDYIIEAMKFHLMSAEQRSQFQTPRTQPRKSIGLPKIIVVIGGQAPKAIRSV
EKFDFLVQKWSPAAELNSRRCRCGVAVSGGLVYAVGGFDGSSRVR                                   
>Ocar_g8536_t1                                                                  
LSLDLKAAYLNRDLCDVIFLLGKQEIPVYGIRAILSARSSVLKNLLCSASASVHRKSSFTKSLNQRRERNYVKKLQLSAI
PQEVADESPTSPIPVAIKKEKKKKGMREKLKMKFQRNSLKSALKEPKKESEQETTATSADVRIVAGKCLVS         
>Ocar_g8610_t1                                                                  
MWSGWKDERRMDERRMWSFPAKLRCSDAFSKSLEQLYQSRANSDVTFLVGPNKARERAHRATLAAHSDVMERMLFGDMSE
SKKDEISLPETNEKGFDSLLKYFYTGGVEIENSVELLELAALCDFFNVPELKRECSNWMKRNLNAESACPFMKYASAHNE
PLLEEKCIEWFLHNVNAENMCAFMDFVSTFRDSKRDFAEKFLDKTRAIVFLDATSVLASESFAKSLSRKQALAIVQRPHL
RTDEINVFKAVIRWIESQGGDGNYEDLLSSIHYDLLAPGELIGPVQRSGLVAEKVILSALTKLHVSDEFQLRLPSMRRRL
VMGLMVFDKNLSQNCNLSDDGATAQSSNKLAFSACILNSLVMVAKKKGLKVRLEIQQVSYTLPLKSMVQIYFTQPYFGIN
VYCEVRQKNITLEKIEEITSTGVIGKSFPVSGSLAEFFVDVSGNEIIFEIPSVNFKLSSTPAPLSKGDLQLHTSYASVYS
FHCSCC                                                                          
>Ocar_g8707_t1                                                                  
MQTSAVQTSAVQTSTVALMSTSQMPTSISPVITQSPTEGSSGLSSSEWAAVAIGIVIAALVLFVLVALLAKYVYERRNKR
SYKFKSKAQEKYEGEEQSGNRVIPQDPDDGSPGRKGANHSSSLVTHHLVPSCTLRNRLRSSFPRPPCTLSPAIFDANIMF
AARRDINIYEAGDHADALLRRLNALRNQKKYCDVILCTQSGKIEAHRNVLAAISQEMNTMMESETATVDLTQFDPQSIRL
LVDYAYTGRIDGTAMNLPSLARVAKFLKAGDVFDACVKAIGDTLNGQSCLSVRRLGSELGIWKLVGGVDDFIAGANDEER
EEIMESSDFVNLPRVRIDVIGDRKLGDSKKLFERVVDRMEGAYAGKIVLLQETGCRFQFDSDDETDDLSHDVTPSGTPDR
PKGSGVNRSSVKTPARKLLLPHACQRDDLLDWKVLALFPVTEDHVSTGLVVLDSQLAVLSIIRHDHIRASLPRNSTGSMS
SCSQELIGSLHTARSGMGACSNSGKIYAVGGYNRSKCLSSVESYSIETNEWALEASMSAERARCGAVSVGGNLYAFGGSD
GQNVLTSAERYNAVTAQWTPVASLKCGRSRLAGVALGSSLYAIGGLNDKSSSALKVVEKYDMQRDVWTVAPSLLRERVEA
GAAVLDGKIYVVGGSNGWSCLSSVECYDPYVGSWQYVAPLQVGRRGAGVAAFDGKLYVAGGHDSVRSLSSVEVFDPVEDK
WVFGASMSCPRSSGPLAELDGALYAMGGFNGSTFLNTVEYYLPDEDRWHQLVTY                          
>Ocar_g9195_t1                                                                  
MASGIYFGQCPIREKKGPQQPIYRYESPEHAAGTLLRMNEMRKSDEMCDIDLHFTSGHVIRAHRVVLAGFSPYFHTMFNG
HLVEKDMTQVTLREMDREAVESLIDFAYTSTLTITEDNVLRLLAVADFFQIQNVKDACSDFLAHHLDASNCLGIWSFAER
HHCDMLEKKSFIFVKLVELRLEMYRLEPYQTIYKALL                                           
>Ocar_g9422_t1                                                                  
MAGIGVERSGIQSESGRRPKPGKTSKIKVSDQLNESDDFISTENLSCHVCKKDLSSLNTSRRQQHVNHCSNPLSNENSKV
KKVSCPFCDQALSGLMQGKRHVKTCAERLGVDESVLGEVVENLKECFETKYAFEKGKRTKKRLQPKKGMDDDTLLALGMS
ASLVDTKRKKKFRQRLGDVDQIPELLLRSKEQNEEMMAARVEEIISTEEESDIEPTPALAPSKMAEKYQPYKKSDCEVED
VCHSQFASKGNVTELSYLDKPRADFWDLTTKSTKKASLSHFFVHGLIDVPSPAKVEAKESSSTTEEIKTDPIEEQDDGAV
NVSILPSQGFFDTEVNREESERKVESSNDSIETLLSDLGLLVNSPLSSDVTILAANRKPLFVHKAILSARSTALADMIEK
AQGGSLVCDDVDHDDILIALRFIYTAKCLANQENASRIYKLAERWALSGLMAACLEIDLSAEVANQQQSSMSQSSRGSPI
LIPGSSSLIEASPVCLTIPDSPYPVQDVPDSGSFSDECEVANTDFGNSPIISLSPTAASVHHVNDSDSDDSLPPFQCASK
WRPKKMSETPEKVHDAFPLSDADDDLLFGCSGNMAKEKGSPSFSQEKETSMTAAVAAENNEDDEEKEDAVPLVGFATPSE
PIQKRKRRLKLGKTPDYNSMDTPALKGLGKRFGLKRMAKGKVKKVLVNIHRKM                           
>Ocar_g9721_t1                                                                  
METVSLDFEPREVVHRWRRMPSCDEFVGARLPPARSAHGAAVYDDKLWIFAGYDGNARLNDMWSIPLNSKTPKWEELEQT
GDCPPTCCNFPVTTARDSMFVFSGQSGAKITNKLYQFQFKYKRWTRITPTNLPTGGTAPPQRRYGHSMVAFGRHLYVFGG
AADNKLPHQLHCFDLDKLEWSVIQPASNIESPSGRLFHSAAIKDDAMYVFGGTIGDNARSGEIFRFQLSTYPKCTLQDDF
GRLFKSQQFCDTAFLVGKAGKVKGSPEFQISFPNMEPEAFQVAMVFMYTDAIHTCFDVQIDQLTTEDLKLIMEVYGLSKE
EYCLRFIVKDVNYHSIVMSPAFENLEKSLMVDIVRRKVQPVSHQLSTGSPEPIFTLTSGVGKTFEMDMKAFLTEGVGEPF
YDITLLLNRSPVYAHKAVLAARCSYFEAMFRSFMPEKNEVNIAIGETVPSPSAFESLLRYIYYGDVNMPPEDSLYLFAAP
QFYGFTNNQLQVFCKLNLEVNVSPRNVVEILEAADRIEAHDMKRHALSIIVQHFPQVARTSNIRNLPKELLLDVLDALXX
XXPASDSLK                                                                       
>Ocar_g10884_t1                                                                 
MAGNLRRKVPSHFGHAFDLMASLKDRGDLCDVTICVEERAIPVHRIVLASCSPYFHAMFTTSQMAESHQERVHLHGVDAP
SVSELIHYAYTAEIDVSEDNVQRLLPAASLFQLQEVMDVCCEFLALQLDHSNCLGIKSFCESHGCHRLVETAQKFAMNHF
NAVRKTEEYLSLTADEIEQLISNENLKVSSEKEVYEAVMAWIMHDSEHREQFAHQLLQHVRLPHLPRAFLTSEVVENPIM
KSTGQEFLIEALAYQLAPERRSVMTSPRAQARTSPKLSDAIFAVGGGSLFAIHGNCESFNLTTETWTTVATMNARRARLG
VASTSRMLYVAGGWDGSTDLNLVEAYDPELNTWDYVHPMGVRRSCLGLSSLHGLLFAMGGFDGASCLNSVERYDPLTDLW
TVARPMNVKRRYMRSAACEGVVYACGGFDGIAHLSLVEAYDPRCDSWMNLTPMNCRRSSCSVAALNGSIYVIGGNDGSLC
LNSVERYDVRNQVWETCASMIIRRSTHDSIVVNGRVYVAGGNDGSSSLSSVEVLSDGDWHLATAMNVRRSSIGLAVVKC 
>Aque_XP_003391072                                                              
MDTSSSPTAPAILIPASPGEGAEEKDNDPSMTLLSTSPTPQGELALAGELGTTDKLIFEAKKHPSDTLRSMQELRDEEKL
CDVTLLVQGVEIKAHKIVLAASSHYFRSMFAGDMIESRSSSVELKDVEPDAISLLVEYSYTSQLEITSNNVQSVMAAASI
FDFPFVLEATAKFLATHLHPSNCLGMRAFGRTYGSEALVNAASRHFRNHFTDAIKSEEFLQLPPEVFSELLDSDEVNVRT



EEDIFRSLELWLNYEPESRKDSLPKLLNHIRLPLLPLNFLKYRVESNPYIKRSLDCRDLIDEAKNYHLFPDDYSQIKGTQ
FHPRKSTVGVLFAIGGRGAVGEPFCSVECY                                                  
>Aque_XP_003390903                                                              
MASGVSDCTVNISTADGGTELDFSLKEPPHSWKQLQSCEEFVGAKRSKHTMVAWDDKVYVFGGDNGKRMLNDFLVSHVND
SSWARVVITGGQAPPPRYHHSAVVFRNSMFIFGGYTTGDINSNSNLRNKNDLYEYNFTTSQWIDWADKVTGPLPPARSAH
GAVIYDNRLWIFAGYDGNTRLNDMWSIDLTSATPTWERIDQSGDSPPTCCNFPVAVVGRSMYMFSGQSGAKITNNMYEFK
FNERLWVRIPTEHLLKGDTAPPQRRYGHSMVAYAGQLYVFGGAADGILDNEVHCFNVETRNWSIIKPYDGSQVPSARVFH
TAAVSRDCMYVFGGTVDSIASRSGELFRFKFSSFPPCTLIKDLTKLLHDLPLCDVHFIVGDKERNIIKAHAAIAAARSPY
LRRKILEAYEKPSGEEELPPFIPSSPVEVTLGGVSTSTFSHSMYYMYTDRIHPELEAPPQGDQVLLMMELYKFSLLLEAR
RLELLCMQYLEASVNVDNVLLVLENASELNLQRLKEYCMKFIVRENNYRKIIMMQSFERLDHPLMVQIVRRQQYRSRPTS
PSPESDDQPLPSTLQDDLRLFLLSDYGRPLSDIVLKVGDQKVLAHKPLLAARCSYFEAFFRSFMPSDNQIEISFGRTVPS
QQAFQSLLKYVYYGDTDVPPEDALYIFSAPNFFGFSNNCLHIHCKAILEQNISISNVVSLLEASDLISLAEMKEHCLKLI
SEHFPSLVHQPEFRDLNKSLLLDVLEVIAKKIA                                               
>Aque_XP_003389395                                                              
MATLEKLRVYKQVCLKIRSSLVSGRDDLVSPTLVTRNFVEGFVASLNDPILSKHTLERKIREEEEERERSEITGYRSSSS
YGNGASANCGGGDRKRGGEGSSPECPFIEPAEGWSTEYYETRCQVCDSESLCACRKDISSNEFELRPLEEAAYRAHFNGV
EHWNYFTDEPDIGPIVLSLKQEPCGEKFRILVRSSDHYLHGLIPVGELDVTQLSREEVVNAISRAMNLQTSFKPAGLPNM
VEELLKIDETFVKNKHKVGLLRVKAGQTNEEEIFSNQHEPGPFEEFLGLMGDRVKLQGFKKFLGGLDGDRNFTGEESVFM
EYKNMEVMFHVATLMPFSANDPQQVNKKRHIGNDIVCVVFLENSEAVFNPSWIRSHFIHSYVVIGVTNRSSVPTFSPDLQ
FIPTMPHCKPLQHILLSKIINAERASYHAPKFLKLTNRSRAQLLIELTACLTEFEMATKNCRATRKISRRGTWLPIGISR
PPSPLLDPVREKYTNDEKLVEDLKNALAGPELADVMFIVGENRVPLFGVKSILACRSRVFKSMFKDGVSQTRIGSPSGRR
RLNSSGARVNTTVSSPQLPRKANGFQPSPQKAKLMSAVIVKKKKTSNSSDLLDRSMSSSPEPRTPFLEEPKQIIQEQYTI
PEFNDAVFSQVLKYLITGSCSIQPSTIVGITCAAEHFEIPELKQACFDQLSNCLMVKSVCKILTQLESYLLYRCAKTMVV
RTLEFVDSNAEDILVSEDFLKLSENMVHLILRRDIEVQEILKVNAALDWTTKNIKPNQDFKKLVRPLVKHVRLHLIDAGD
LMKIVVPSGIFEMEKVMTALAYQVDPSSVETNSYSMFKPKIKSSVLSSR                               
>Aque_XP_003389388                                                              
MDTYETNVGEEEDLKSRPHFVDNTLPREALQTMDQLRRNSELTDVELVADSQVFRAHRVVLAASSMYFRAMFTRQMAESG
QRRIVIQGVEPSALSSLIKFAYTCVLEINEENAQSLLAASNFLQMLHAGEACCQFLKDRLDSVNCLDVADFAEFQSCQDL
LDAALTYCRRHFTDVSRSERFVLISYNRMKHFLSSNDLLLSEGEESVFNALVRWVKHNTQERSGHFYELLDHIKLPLLGQ
EFFAVEVAANSLVSSNEQCMKLIRDAARALYNDSYPNNLSHLSRLPTQIPMKWWPRDTLRAGEVIHILGGVSEHETLGNV
ECYDPETNRWVVDLIPQMNYRRSGVGVAVLQGLLFAIGGYLEGKTSTDAVECYNPRTMRWTQVSSMLTARMNLGVGAIKD
MRDAVTGATFSAIYAIGGYSGKSILGTAEKYDMQTDTWSEISPMKTPRRNVGVAVIDNLLYAVGGSNRDDGTRSNLNSME
RYNPDRDEWEEMPPMHRSRGAASVTALGGCLYAVGGYDSGQWLCEVERFDPQMNQWSMIAPMHHSRTGVAVTALKGEVYA
IGGYNGVKTVDVVEKFDPEEGTWKEVAPLTYGRSVPGIAVAYLWPTFSLYNFLLLLISAWAFAFAGVACFPGLWRETAYL
AEVDKEMAGVSIRFLLIVGLVSYCAASEEIIEDKGDIIHGVYLEPFSSLILRDSDQSLRLSIYYDDSITNGIPSSVRDRI
QNSIVPKLKTFFESLLMVRPTQAPILLQRSCTGGSYYPTNINNTIRCAYTCQSSTTCGQTTVPSDHLKACIQCNGNSNTC
TKTGSDGSGISNADMILYVSAVVAGSCGGGSGSTSTIAFATTCQMESALDRPIAGSVNFCPSAITDKVTDDFIIATAKHE
IIHALAFSPSLYPFWRDQNGKPRTDRDSNGYPPRGSGYYNYMWSDSTIKQVTYNDWQVYKGSVSHTVNLVVTPTVVAEAA
RYFDCSSLVGVELENQGGQGTQLSHWEKRILGNEVMTGIIDSNPTLSNITLALLEDSGWYKVNYVYGEYLAWGYKKGCSL
ATKSCYQYMNERSKSGESLTPFCNQFSSSNQGLRYGCTADREYKAECNLAKYTTSLPQEYQYFSDPTVGGGNQVGDFCPY
QNSFSYTSGRDTQCSNPSNQPPDNQDIAAETYGPGSKCFNHANQWTLGTNIGPLMDSASVEKYNLELLIFLIIRRF    
>Aque_XP_003389213                                                              
MATRVYGEVYKGLSLCPSSSPSSEELEKLMLLSNGFLNELIELVYRNRVNDDAFLTDVLTEKRSHWGLIVSEVNIPSILS
KHSSPFADRVSSQLSCLNQAICEEHWDGAKILFECKCFQAMIRALLDTWRPGLDMSDRVLVYSDTDDTAGLDCTTDIEKD
SLYNDGNLKVNINFSMHSRLQYAHLLKTKENFDVIFLINNQTIKAHRIILAAQSNYFDRLLFGEMSEGSSSSTVPIVLKD
VRVSSFQLLMCFAYTGFVELKSAQLEGVLELLEVADRFCFVKLKDALSKKLTSVITVSSVLPIFVTADHLSLNEVLSLCV
CVLVWVCVCTVKYKQDELEGIEIFGV                                                      
>Aque_XP_003388085                                                              
MAEMESAIQGRDAVCYGDPEAFASEMIQMINKKENGDVRFAVGEEKQVVYGHRCILAARCEVFRAMLSVPPGNEASASLV
LSDIRPKIFLAVFEFIYSNCCSLSTHMVIDVMAAAIEYGLDGLTKLCVRFMRDSIQCSTVCEFIQAALTYQQTTLQEECL
LFIEINTEEVFNSPGFNEMSEDALSFILKSDKLTMDEEDILMKVKEWAHVNSVVTGSTLSEVAKTVIQHIRLPLLDTEKL
SEIEQQNAKDHFIPVTLIAASWRFHALKRPDPADPHCRPRAGTLPRESLKIVGRGP                        
>Aque_XP_003387682                                                              
MPRNRRGGNIFKVNDEILKELVGRWKITATEIASSSGTDLHTDDNLVEFTLDDGYDIDWNVPVAMETNQLFQTSSFQIDD
RKITFSGTTDGTTFVFNVTFLDDCIVQLKSLDDTISIYIKKSIQVFDLLNALKENYFSDLTIRSSEGIKFEVHRCVLNSS
VQGVKYRDWEVFLSKMSSDASRAALHYIYSSILPSGIAAEPVKELLELSSSNPKLSHLHSLCDEYIDSMKLNKRLIHLVD
SCLHSLEVVKELIVSATMDDPAKVVYTIKQIFKEVVAGVSRFILLSHLYTVNKKGMSKREKREILEYIQGRLVVFIDGGR
ELLQLSISKWETLTDDQQTEISLYIIPNINQIWLDINEYTKELNVSLTNEPTDGPAAPEVPPALTLQQKLAAVVQLNTSK
TEMKRIKKMKKEFKKFVEVGDYRRSQFIGLSEEEKVEKIKRVIEEMTHDGQSIIGRLEDLKKKILIANALDWGSYKLGVS
ISSSYISWGLNRLCFYKDQLVPLLKKLSRLISSDEFNQTLIELRLADPQTLFDETPPTSIPTPLIPTGKKCNAVIPLVGG
CLELLKIQEMSDMILIVQELALPSDDPSHKPQNDEEGVVIHAHRVILSSRSEWFRSALQSGMMEDRNKKIIIKDIDVTLF
RTFIEYLYGKPLEYETMDNNEIIELLAVADRYETSSLHVSCEKELIGRIDQSSVFSFLVVADQLSAARQLRSSTLQFILD



NPDVLIQQVDAYTDLPIELKSEVRQILSGTQQMRYRNETIHEFRRGPPKRDDDDDTHQVMYSSELEELIDTTDTGYTGNT
GVGEIESLLSEMRLVVGDEPTDDRLKSLLMAADMDINRAVNFFFGVG                                 
>Aque_XP_003387455                                                              
MASNQHDIAQGIQPDHLTTSRLFKMKEHCSASFTVMNQLRRDNQLLDIRFRIGDHAFSAHRVVLASCSPYLRAMFTCGMK
ESTQDEIMLRDIEPQAMELLIDFAYTGEIEVTTENVQDLLPAAGILQLRDLKTACCEFLSDHMDVTNCLGIKQFADMHSC
PDLVKKANRFIVRKFADVVKTDEFLDVPHHILCELLENDHLHVENELQVFTAFLRWIDYDIDGRAPFAYDLFGCIRIPLL
PKQHWENVFTNHRLFQRSRECQAYMRGYLMGLDFTSLSLKPRSPIATIYTIGGRNSQKCLNTAERYVTEDDRWEELPCMK
QVRTAVSAGSIDGRLYAVGGECETKFSHEGTLYLSSVEYYDPIQNTWSNVAEMRYARSFAAVAVLNDKLYAIGGETTQYC
YKSVEEYDPVANTWSIVPDMHTARSGAGAAALDGRLYVLGGQDRAVHYSSMECYDPNEKRWYMCPSMKHPRSGVATAVLG
RYLYAIGGRDRHRQAYYDIVERFNVDTNTWESFPRLTHSRAWPAATVFKNEVYVIGGYDGQLRLKSVERFDEKEQKWKRS
GDMVEFRAGCGSAVL                                                                 
>Aque_XP_003387285                                                              
MSGLSLGACDGRDFCRSSIRDSTIGINFDALGEVEHYEHVSGDLFDLLKSGEHTDVTFVVGGVRFPVHRVILASRCTFFS
VLLFGDMREAQPGNNEITLQDATPESFRALLEYIYSGKVCLGDLPEQVILDLLGLSNKYDFSHLQSSILAYLKATLSVHN
ACIIYNVANFYQLSDLCLACASYIDINAQAVMRSEAFLSISHQSLVELVSRTSFYCPELEVYFGIRRWLDNNEVSKDEEK
NILKIVRLELIPMSSLLGEVRESSLFEANDILDAIAMINKKNMIELNQRGLLLPEENVATVQHDATVSDNQTILLSGDTE
SYTGDHGYAIHTITRNGPSKGIIVGLNQPYIINCIKMLLWDRDNRSYSYYIEISLDGSQWLTIIDRRDHLCRSWQELFFE
DKVVKYIRIIGTFNSMNRSFHLVSFSCLHTSRRFSLSKDGLIIPDENVASISTSATVLEGVSRSRNALLNGNTRDYDWDS
GYTCHQLGSGYIIIQLAQPYVISTMRLLLWDCDDRSYSYYIEVSTDQKSWTKVIDRSQESCRSWQHIQFDPLPVTFVKIV
GTHNTANEVFHCVHFECPAAPLSSSPNNHFN                                                 
>Aque_XP_003387060                                                              
MASGVSDCTVNISTADGGTELDFSLKEPPHSWKQLQSCEEFVGAKRSKHTMVAWDDKVYVFGGDNGKRMLNDFLVSHVND
SSWARVVITGGQAPPPRYHHSAVVFRNSMFIFGGYTTGDINSNSNLRNKNDLYEYNFTTSQWIDWADKVTGPLPPARSAH
GAVIYDNRLWIFAGYDGNTRLNDMWSIDLTSATPTWERIDQSGDSPPTCCNFPVAVVGWSMYMFSGQSGAKITNNMYEFK
FNERLWVRIPTEHLLKGDTAPPQRRYGHSMVAYAGQLYVFGGAADGILDNEVHCFNVETRNWSIIKPYDGSQVPSARVFH
TAAVSRDCMYVFGGTVDSIASRSGELFRFKFSSFPPCTLIKDLTKLLHDLPLCDVHFIVGDKERNIIKAHAAIAAARSPY
LRRKILEAYEKPSGEEDLPPFVPSSPVEVTLGGVSTSTFSHSMYYMYTDRIHPELEAPPQGDQVLLMMELYKFSLLLEAR
RLELLCMQYLEASVNVDNVLLVLENASELNLQRLKEYCMKFIVRENNYRKIIMMQSFERLDHPLMVQIVRRQQYRSRPTS
PSPESDDQPLPSTLQDDLRLFLLSDYGRPLSDIVLKVGHQKVLAHKPLLAARCSYFEAFFRSFMPSDNQIEISFGRTVPS
QQAFQSLLKYVYYGDTDVPPEDALYIFSAPNFFGFSNNCLHIHCKAILEQNISISNVVSLLEASDLISLAEMKEHCLKLI
SEHFPSLVHQPEFRDLNKSLLLDVLEVIAKKIA                                               
>Aque_XP_003386880                                                              
MASLPNSGGTTASPFISSSSSISARSESDQQQMRSAAGLTRSLSNVSSQLSRTSVPSSTTSPSVVPTTIGSGKVERSCAE
SEQQEPSAPIKKVYSSKKIIEKAFHVLDEMRKGGHLCDVTIRIGTQDFSVHRVVLAATSPYFLAMFTGELSESKQDVVTL
KEVEPTAISLLIQFMYTGSIEVGEDNVQSLLPPANLLQLNEVRDACCDFLKDQLHPTNCLGIKAFADIHSCHDLLSDAQA
FAQKHFSKVMESEEFYCLSHTDVIELVSSTELGILLEEDVFEAVISWTKYNTKERATYLPELLKHVRFLFLRREYLVHRV
CEEELIQSNPACKDFLIDALKYHLLPPNDRTSLAGSNCPPRKRIGMPQSILTVGGQAPKAIRNVEIFDVNSHSCHNGPEL
LSRRCRCGVTILNNSVYAVGGFDGTSRVRSVERLDLDTERWSHVEPMLSRRSTLGVAVLKGEMYAIGGFDGNNGLDTVEK
YNPETKQWIAVASMNTRRSSVGVAVMNDLLYAVGGYDGFARQCLNSVEVYDPNTNEWSTIEPMIQRRSGAAVAVIDNILY
AIGGHDGPDIRKSVECYDPQSNKWSRIPDMFTCRRNAAAAVVYNLLYVVGGDDGVTNLPNIEIYDPIFKTWKVAQGTLSL
GRSYAGVAVVDKPGDGPTATAISQS                                                       
>Aque_XP_003386475                                                              
MSLSPEPLIDLSDTTSIGSSSSGSSGGGRRRPPPPPKPSLIRSKTIGEVSRPAPTNNTVGAGVIKKPLPPLPPPKNKPLP
AVPIPTESSPTTNRPLPPPPAKQKLTRTVSTPPSTRRPIVNKDEVSSPPSRSPPPPPPRKPTASYHGDSAQSIGQTTPPT
SKRQLNEKLSESLPPAQPNETEADSPVDNGKLVDIDSPPLSPPLSPPVPERDRRPVSLTSQSSFRRTQPVCLPNPVSREL
VYEEKDHPRNSFKRLAQLRKKGELCDCVLSVGDTEIKAHRIVLASCSGYFESMFIGEFSEPEGVPVVIEEVDEHALATLI
DFAYTSCITLTQGNVYHLFEAADTLEFQGVKNACFRFFRSQMNKTNCIRTWLFAESHNCTELLDASLKYIEVNFLNIVRG
REFMEVETETVCRILSLENIAITCEEQVYEAVIGWLNYDIENRRASAYQVLQTVRLPSINREYLMHINDNEAIIHDDADC
LQLIINAIQSHMTNVRGTLMKKMNKENTKVLPRAAAMAVEEVELHKSNCSLGIAVMGGSDRPQHIFRQGDKPGIFIRDVL
PGGAAAKSGQIRIGDRILSVNGVDVSNSTHEGAIKLLVTSGDPLKVLIRHEPPPDGLKELTLVTKPGEGFGFSIAGGVNG
DPANPFDETDEGIFVSEVVPGGAAARDGRLAVGIRILQINSVSLIGKTHQECLKVLQGILDRMTLLVCNGYDPSSLISFS
NSD                                                                             
>Aque_XP_003386216                                                              
MGVGSSRSSSVTSLSQEQEETQSRRRGRRRKCKEAVDDIPSDDEPSLSPKRQKIQHTSTYIYDTFFLKGTGSDVTIKALG
REWKLHKTYLKQSHYFSSMFSGHWMESELPVIQIDIPDANITTDALDIAFSSLYKDSVHLSDSIVMSTVAAAAMLQMDGL
IEHCKQFMKETIGSDNVVPYLRTASEYGLLEIKNDCQFWLQTHLLTEYTVTMLLHLDAEMLTEFIISPDLFVIQVEMDVY
SLAKKWLFLHSHPQWDECISKLSSAADNFFRQREGEAPFLNTERGSPYSQVFRSIRLQHILADPVSIGVLEKDNIIPQEW
LMPLFRQQWLKMIAVDQRTDPGPSVMTSEEFNETSIRCGRILKCSDEYCWRWTGFSFGFDIILSFNNKIISVKRNTRSQP
CLSAVSLQNVRPLSLRLRIASFSEGEGGISSSTQDTGIIQLSLTPDETAYILTVDSEAQFPLYISFDFSLTSHNTSSLVS
S                                                                               
>Aque_XP_003386107                                                              
MEQRVINKRKEYRPTSIALNLRDGQIEIPEVSVESEEEKEPTFSFDNRAGLAHDLSFLAGLPELCDVTFLVGEDRQPVCG



VRAILAARSRVFYRLLYGDAFQPKKPKKKALYRPSSDGYVDKTDFRGQPTVTVLDFEPEVFKQLMEYIHTGAVMLQSRTL
LGLMNAADHYGLDELKMACVQFLDRAINTDTVCALLSSAEKYIQYKSTKILVQKMLEFVDNHAEVVLNLGSFATLPQHVV
RIILGRDELLASEQTKFESAFRWCLRYIEDHPELDLKTAFEPFASKIAFHKIAATHLMKKIKPAQIVDDSVIVTALAYQA
DPSSVQFNPLQLKHCKTASAIPSLDGSPAHIRRVNSSGNSLKLSDEDDGIEEGYLRGGSVPLSNDARPDLHPSRVFDVRA
DSQASELSYSSTGSSLSSACGTVTPQSPVIDRSASHSGFLHISPDPPSGCGGPGKMARKPSTRSESFITLSSTSVEV   
>Aque_XP_003386072                                                              
MAASNEAAKLQQHLELLKEQYVRLQQRHSDLEQKYTQAVASSGSVGPDHFVTKLVGMVTGLYEKQLYSDITIQLADRSFP
GHRFVLATRSSSWSPSDETLGNSDSLDLSHLSPHVAVLLLRWVYTDAVFLPADQTAVIELLSATNQYQLGQLKEKCEQSL
ISSVTVRNCIRLYQTSEEHSASELKRYCLQIISNHWNDLDTADFADLSAPLLYDMFKAHSKYPLHLAIQHQREDVVFMFI
IEHNSQLPRKLDELDDRGTIPLNLALINKNEGIANTLVSNRCNLDVTDKDGNTLLHLAIARGDIFAATFLIKNGASTILC
KREGQATPLHLVAQYNRAESERYILTRLIKGAGAPADDLVEIGSLLLQYHANLDAQDSQGYTPLHRAIEKGNTPIFEIFL
EHQVINLELRNNSGSTALWLALTQLNSTRGESDRYAARLIERGSTPNAIDSLTGNSLLHQAALESNERAAIFLVCHGANV
DHVNHQGESPMHVAAAIGLHNLIQVLLQYGADPNLQTNLKKAPPSISIPVKVVPAQTPPISHNSSDLISPTSTLGALSVL
SNIASTSPSLGGGRETDSFASQQLLQLNSLSTAASCDTSPVIGRAAASAVNSNPFGDDSDEETAPPTRTHGYGFVPSGHN
SPRMSPVPPARQAPPPALTTDPGTEFIEEPEPFDINMDPGQRTALHLAIAHKHHEVVKVMLQYKESGSTSGKLEISLNVG
LKDGGDETPLSLSLWTNQLEVALNLLDAGADIECQRRSDNMTLLYQAIVREQPSASLFLLDHGSNFRKRTSNNETLLLVA
IKHQLEPVADRLCDLGAEVGVADATGNSPLWVALRSRQESIAAKLITHGCDPNAWHTAPDGTSLSLLHRAIILQDPLTAC
FLVKSGADVNSSTRPSESSSGSTGFSPPLHMACQRGLDSIVQCLVDHHADPNAKDSQGCTPLHVAITTRHPSCAQILLQQ
PRLDLSVKDNRGSTPFAAALATKDNETGLAILKREPKAAEQMDNKGQNFLHLAVLNQDVESVIFLLSVAVDVNSKVQNPT
QNTPLHYAIKTGSEILVRHLLLAMANVKAVDNHNRSVLHLAVEGDFSSILSVLLEHGANPDHADEEGNNALHVAMQLGHE
NCVKVLLTDSDINLTAANMRGRNCLHMLSASPKHNASSLFHLLLSAAAKFPVNTADEDGYTPLLLAYVAGSSSLCEGLIA
AGAHPGMCSKQGLSIFNAPVATKQLLFRILDQIQSEPSWLEGQYCMNCSMKFNISHRKHHCRHCGRLLCNKCTSQQMPIV
KFELNKSVRVCEVCGDSFKISSMR                                                        
>Aque_XP_003385938                                                              
MPTDQSREDPDLEEGGEGDSRPSKNSHSRFTGQQQHQRGGGGGGVRAVGSAKSTSESSKSKIKVDTSLVEKSESSQVSKF
GSISYASALKNRPMVSHAVEPVRVPGQTSSDPVPLSIPPVIEDVPISPTIPPEVPDINNSPLSWKSETVPLSPLPPMGVA
PEVLSSPVVCVPPVDISEAIPLQTTPIPEPIPLPVPPQSTIVPVDPSVPSSSYPFDLRGGEGPLGAEPEGVEILATVEPH
SDVKSNLNITANEFVPYHRSVPENSNAFSSSSSTGLTPSTTPLVTTVLGKPTTTSSSSSFIPSSSSSCYTELSTCKEPVH
PSYIERADGIHGSMAPPIHPVLSHGLSHQGIASVVPTTLQAPPTMYPSSHLPHQLATPSHVFMSPALPAGTGGLPVTFQQ
INPSLSRVPISTPTHIQSIETKIHSTVRPPLLPTPPNFNLLVSATPTRPVQTTMATPAVFAPPPAAVWTGMRLGTSLNGS
GHAPPPQHIVSPEGHPMALPHQVVSTSGPNGTECSDTNTFRHLAIMNIVAGGISVLFHPLIVSNVSENTGYCKFIGLLGV
YSEHLQLFIVTWIVVDMFVMSSFQFYARRVFEVLEVLTTLIVPLLYVWIPLPLGMYGPTGALCEITYVNISECKEEKNGV
ILITFLCFVPQFLALFLVIVFYIASHVNLHREKQKYTGIYDPQEKPRIEGLMKKLRVLQAYPFIYFGFELIVIIYIIVDI
NIVQILHPYVQSIPIIALNIQGLALSLAYIFDSKTCSRIALSFRYKVAAMRSNRSDSIITYNASGMYVEFQESLVKKGSL
PSYLKGTNSSHAFQCMNGLHSLRTDGKLIDVRIEAGGATFNAHRAILSSCSPYFSAMFTGEMKESENPSVTIHDIPSHIM
EAILNYCYTATISITEDNVQELLPAACLLQLAWVRDVCCEFLKSQLCSSNCLGVRSFADAHSCPDLRDAAHSYALKHYLE
VVESEEFLDLSSEELVCLIQSEELNVQNEELVYESVMKWVQHKVPERKSELPNVLEHVRFALLEREYLVSRVSSEPLIRQ
NETCRDLVDEAKDYLLLPEKRSQMGGTRTRPRKPMGSNEMMFAVGGWCSGDAINMVERYDSVNNKWKQVASMNKKRCGVG
IAVLDNFIYAVGGHDGVSYLNTIERYDHMTDYWSSNIAPTSVCRTSVGVAVLDKKIYAIGGQDGISCLDFVECYDTGTNS
WSSVRSMNSQRLGVAIGVLDGCLYAVGGSDGVSPLSTVERYDPKSDKWANVSPMQVKRKHLGVAVIDNVLYAVGGRDDTF
ELSSVERYDPRNDRWCSVVAMNERRSGLGMCVLNNKLYAVGGFNGNSYLKTVEWLDTVEHQWKNACAMNHKRLGCGVGVV
NLPN                                                                            
>Aque_XP_003385509                                                              
MDGRGESYYEDLEIEGPIEESFLPSRPSYTPYLSTRDREAPQFIYEPEDFTSAAFSSLWSMREEGLLCDVIIKVGCHTYR
AHKVVLASCSLYFRAMFSGDMKESVTGEVTIKEFDPDAVKSLLDFCYSSVLTINLSNVLHLLQAASLFQMNGVQEACCNF
LIAQLHPSNCLGFCKFADTHSCYRLWKKCNVFVQQRFPEVALHEEFLELTLEELINITSDSHLNVRGEEQIYEAVITWIK
HDLDNRKDHVGILLKNVRMPLMSAAFLSREVQSEPLVMDSFDGRGLLIEAMDFHLQKNYMRDTRSAKNRSVNTTPRQCPG
LEYLFSIGGSGPPVLDDPYLDICECYDAERNEWRQVASLNQRRSGLRVATCGGYLYAVGGFSATDTKALSSVDRYDPMTD
SWRSMAPMNQPRRGFALAVLHGCMYAIGGINGGIYYDSVEKYCPKKNQWRFVQPMTVERRAVYAAALDNYIYAAGGHDGD
CLLDTMERYDPSSDIWVVIANMMSPCCLGALVSLKGCLYAIGGYDGTTILQHVQKFNPETCEWTSVASLPIKRGGFGAAV
MDGLLYVVGGCDSLTKVNSVDRYDPEKDKWTSVAKMSIRRSGMGVAVLETTLYNQWMKQFHQCQHILLHPDFCPSEIAIK
PGLYSSMLLHLVEPNIFNLPTTSSDHWTMLNGISYSTVNTIWG                                     
>Aque_XP_003384548                                                              
MADHMSVPGDLDGPCSTLTTTQPESPKIPFHKKILLKVHQLRSNRRLCDVVLRAGDTEIPSHRSILAAVSSYFTAMFTHE
LMESRQEVIEIKDMPGHVLSSLIDFAYTGDIELNVDNVQEILSASSLLQIHEVQDLCCSFLMKQLDVSNCLGIKTFVEAN
GCPQKITSDIDRFACRHFQQVAMGTEFLSSSSENVSSLVSSLDLKVSNEEEVYTAVIEWIKQDPEERKTHLPSLLSHVRL
PMLSVSYLMEKVDTEPLIRDQPECRDLLDEAKRHHLLPHQRDIRSPIPRFHPRKSTVGILYAVGGKESSESITRSVEIYS
LLDDSWTEATGMIVRRQQLGVGVLDGKVYAVGGSDGSLRLSSVECFDPATNFWSFVAPMGTCRSGVGVGVLGGAMCAAGG
YDGRSCLNTVERFDPDKNLWSNIAHMSTRRSFPGVAVYDGQLYVFGGNDGTSFLSIVERYDPHINRWLTIPSLNKPRAGI
GVAVLGSQIFVAGGNDGTSRLDSVEFLDIRTNAWQTVAPMRSARDGVSLCALGNQLIAVGGINGPSYLRSAELYDPVSNS
WEDLKSMQTCRAAAGVAVIKC                                                           
>Aque_XP_003384303                                                              



MEGEAREESEEGSDCSLYKETDHSQRCFKEMAQLWYEKQYCDVHLMIVDSFDSPTSAILAHRVVLAAVIPYFKAMFESHM
REKEEKEITLHNLTPTAVKLIVEYAYTGQVRVSPHTAQDLLVTADKFGLTEIVSFTARYISRQLCSSNCLGIREFALQQS
LVELHKDAAQFVIQNFTAVSKEDEFLQLSLEKIVELVRSDDIRVESEEDVYHAVTLWIYHNSEERGEHADVLYNHIRFPL
TPQRFLDNVASKNPYLQSAKGQVYLKDAYEYYKNPGVTIFSNPKKTQPRHSVQGIICVVGGVDDGGSSLSDVTLYNPHNK
EWTDGPKMRFRRSRLAVALFQGELYAVGGHDLGYSLTTCEKYSPSDRMWKPVCDLETARRSLALVPVGNRLFAMGGYTGS
IYLKSVEVYNPTVDEWSPGPPMLEARSELAAVLLDNRIYAIGGSNSSGDLKSVEVYDLLNKKWELIATMEMPRTGGAACL
LGEEIFFSGGMGGKEIYNVASSYDPETDMWEQIACRMNDCRVGLAAVSLGNIVYVLGGSNGSRYLETVEYYDPSRLTWLQ
GTSLPFPRFAAAAVTLSRNELMDS                                                        
>Aque_XP_003384184                                                              
MASYDSPRLKMVVVGDGAVGKSCFLISWSSGSFPSEYVPTVFDNYAMDKFVEGHGNVILAVFDTAGQEDYDRLRPLAYPE
TDVILMCYDISNRSSFENIKSKWLPEVRQYIPDAHVVLLGLKSDLKDTAHSIVTYDEGYQLAREEVLSGFHEVSSLRHQG
LEEAMHTAIINGLSDKKKKKRFNLFKRKKSSKSSEPAVPPPPVMPENTRAPWINITSSTLASDWSKLIDHTQFSDVVIHL
SNKRYHGHRYILCTASDVMRRLLGVPLSQFKPSESLSEYECPQWSLKRLTELTFDTINNGQEEGFVSIVAENQSSSNSLP
TVHVTLDEELFTETALKRCLEFLYTGSITVDKISEELDETIKAAGLLNLPELIIICKNAQSDQEFLNPSIGTWLNDRNSS
IAKDLFFNKTFLSDVEFLVEGVTVPAHKIVLTTRCDVLAAMLTGGFSETNTHQIEIPEVSSETFLAMLEYLYTDHSPIEE
TDSVGIMILANQYVQPRLSSLCQLYVTKQVDKACAKSIAEADINIIDLLLLSQLHNADQLSGWCLHFISSNYLVFENKDQ
FKQLETENKEYIEKHRWPPVSYLEAMEEYQRQYGSDEEISGGKKKREKCSVIFTPFTENHLNLADSFTPFTAGSPPIKQN
KRRHD                                                                           
>Aque_XP_003384001                                                              
MAYVVHSPKTHFSDAFKALKSLYYQKDLCDVILKTEDAQFHAHKVVLVACCRYFAAMFRSGMEESQKSEVILHDVDPVAL
KCVLELFYTGHVTIKSDNVQSLLSAASLFQIDHLVSACLSFLKQQLSPSNCLGIKSFAGLHSCQFLVEAAERYSLARFTE
VTCENEFLELTFEEVSSLTSNNKLNINSEDEVFDAIKNWILHDKSSRIIHLTSLLSNVRMSQLSPSVLVDKILRNDLIQN
DIQCRNLIDDILIYTHVLTDRKHLLPSSQLQKRMSISEDGVIYVVGGLGCTENSVYSVERFDIHDGAWYISEPMDIQRSR
VGVAELEGKIYVFGGYDGTINRLSVVECYDIQTEKWSSCSPMLTCRSAMGVAVLGDQIFIIGGYDGIHSLNSVEVYSVPD
DKWTMAPPLLTNRSAPGAAVVNGCIYVMGGHDGLSIFSSVERYDPELQQWVFVANMNSQRCRLGVTAAVGKIFSIGGYDG
HQCLDSVECYDPATNVWQLLPKMIYHRSRVAAVTVGNQIYAIGGYNGVSNMSSIEVYDIQREEWSVGPPMRKHYGAVGVA
VIT                                                                             
>Aque_XP_003383757                                                              
MSLSKWHILSLSKAEFLDDIKWVTVFGPSGNEAILVTQSNELYAIGTNGNCCLGLGTPITPGFTPKRIESLKGLNISSIA
YGSDPHVLALTEDGTIYAWGANGYGQLGRGSTSVHSNLPKPVNHALGGVIVSKVACGGFHSLALSNKGDVYSWGFNNCGQ
LGCGDTTSRYNPNRVTGLLDGKTCIHVTCNHTSSFALTGEGEILSWGQNGSGQLGIGSTLQQLQPVNVQINDAFIDQIVT
GYSHALALSECGSIYAWGANTHGQLGNASKQCVSSPTIINNIGRASEVAAIHLSHISAATISGKVYIWGECCHQNVCAPL
VTDFNSIDEVFACLSSPSCSWRPFMNILPKKDLSSCIENRFNDKETSDMVFIVEGNHIYVHRVILRMRCAYFYSMLQNGK
WKESEMDTFEINDYPYHIFKAFVSYFYTDNVDLPNEDIPDLLELSDCYCETELKKKCELLLKRTISVENAIALYTIALRY
QAKELQECSFRYITRHCSAVILSKDFIGMEESISKKLLVSLAEAGVFKS                               
>Aque_XP_003383580                                                              
MQELRDDEKLCDVTLLVQGVEIKAHKIVLAASSHYFRSMFAGDMIESRSSSVELKDVEPDAISLLVEYSYTSQLEITSNN
VQSVMAAASIFDFPFVLEATAKFLATHLHPSNCLGMRAFGRTYGSEALVNAASRHFRNHFTDAIKSEEFLQLPPEVFSEL
LDSDEVNVRTEEDIFRSLELWLNYEPESRKDSLPKLLNHIRLPLLPLNFLKYRVESNPYIKRSLDCRDLIDEAKNYHLFP
DDYSQIKGTQFHPRKSTVGVLFAIGGRGAVGEPFCSVECYNFRTNQWYEGPELRSRRRHVGVACLNGKLYAVGGHDGNQH
LNTVECYDPKVGRWEYVQPMKTLRRGIAVGVLEGPMYAVXXXXXXAALNGFLYAVGGFDDASPLETIERYDPVTNTWQFV
QSMNVCRGGVGLTTLGQYLCAVGGHDGKVYLNSAEMYDPKRDKWEIISSMNTSRAGAGLVTLDASTFSLPGCISIPESLY
SL                                                                              
>Aque_XP_003383224                                                              
MAVTTNGSSTISASPFYFQSVNHPGHILQSLQDLYHERRFCDVTLVINEQEFPAHRIVLAAGSPYFSAMFKNDLKESTQT
RISLKDVDPLPLESLISFLYSSSLVITESNVQALLHAASLLGIMSVVEACSDFLLARLDPENCLGMYQFADIHGCSSLAE
ASWKYALEHFREVMESEEFLSLSSIHLQTLIQSGDIQIQTEVDILDSVLLWYGHDRPERVRHLPSLIQYIKLPLISQSIL
QEKVLNGVFPPNDPLHSLIASQLNGFLSSQTTDFDPYHPRQSTRHSLIYMVGGETFPRTTVNTVEEYDPLKNTWRELASV
HIARRGVGLGIIDNLIYVMGGSDGRDALRLAERYDPNLDKWTRVGDLNQERSSVSGAVVNGVLYAVGGYNGYSSCLKSVE
KYNPESDSWSYVSEMNISRSMSATAVLNDKLYIFGGYDGASDLSSCEVYDPLTDKWTLIAEMGSPRCMSSAGVLGETLYV
VGGCYCSRSLAMVDSYDPNTNKWTSVNRMIDARSGVGVAVVGNKMYALGGYTGTEYCVTVEEFSQSLNQWTVVSQMSKGR
RRFGCCS                                                                         
>Mbre_XP_001750581                                                              
MGGTDDDIPPRPHPTQAAPTPDRDADSNQPPTPAPPVASLPAALEGPARPNQTAVASPHSPPHSVLLSAPHLVLKPMTAT
LVLEAAGDPISPSPRPKAADPSRGQPTTIMAPTMPLAPPDRDRFQACHHSRHGLPALHEPQTPLPSPSSSPTPSPGHKLH
SDLSELLLVPAPAKSCYAGATFQVQVLHTRHTPQLIWRSSIYHPLLRAQAPVCPCLLRGPPASSTLGPHAKADLLCHLSA
VLAAPELLRPCASCIVNQTAYLEARTDLSFFRRKANAHTPGTDPLPDSELRAAPAEPGLDLSALLTTGTYSDLKILAANS
KIFRAHRTVLAAVSPRLALQFRVRADGGKLVVPYHPVVVARCLQFIYSRALPPPNFPPQHWSALAQLAAEWGLDSLHRFA
CAAEQLLVHRASPLPSPPAVPAQTPLAPCGQTGLDCQCMMCDL                                     
>Mbre_XP_001750553                                                              
MFSFCSDSSATATRTKPTPDRGSQPRPPPSTQSADMATVFGDAGEFAQEMKQVINENQYSDITFIVGDTREKIHAHRIIL
AARCEVFRAMFAEQRAQAKSGKKDNVPLVLPDVRPSATNAPKEKKQSSHVNGNQLFLAVLEYIYTNSCTLKPSTVVDVLA



SAIEYGLDGLAACCANYITDNLTVDTACGAIQAAIAYDQIELRDRCMTFIEEHTAEVFHSKHFVEISAETFAHILESDKL
RVPESTVLEVAKNWASVNAVVTGQSLKDTIAPVIEHVRLPLLDAATLQQIEADNEKDPIVPERLISKAWKYQATRKAPAD
DKHFVPRAGS                                                                      
>Mbre_XP_001749188                                                              
MTDARGLPLPKRRLAARQLQTAPATNLPSPSVQAALSLAGSLPSSPARASASLPKPRRQSHAADPPAQLSAPAAPAAATV
EPMPSAPMPSAPLLHDRDPRPADPPSGNLTGLKEPAPATVLEEQVAPVVASPQTTPGSETNVSPDTSVAAPSVADPQATA
HTDRAPSRPPVPSRSPSQQLRTSPTPAQDPAPAETPATAPASSPVRPKPPNRPMPPNRPPSASKPAPPQRPPAPALNDPP
APVAAPRRPPRPTGPSPGPKVTPTPASRPSRPPQPTASAPASISKPAPPSADVPDTRQPEVAPETLPSPRRPVQVPSRPQ
PSPKRRTPPPRPTGPSRTPSSTSVTSPVVLVEHQAPDQPDLVELDDDAFEDFVGDFGAESDSDTNEYHPDQDIVSAQKDD
SGNQPQTPGDGGAPSTKVNELSSGLSPTPSEPTDCTSLRADEYLEIDGADAHSPASESTATGVLAEPTLMPGTAPTLQVA
SPPSPPPLPVPLTLASATPEDRVPSAVASQAAAATALSPPATSVCSSDQNAIPVSPPLPPAPAIASASEMVESDGPHLPQ
ARAQLLQEIAQGSGRLRRVVPSESAEQARPKTFDDDLRAAMASVRKKASLERLPLPADALSASIIAPFKDTLNMIMPIAW
QKLSEGMHALDNVFVNKFDRDAMVEIAFNRTQAFLLLCQLLEQRLNDPTWLGSDAYTEAQEHLARLREQHGQVIAVRQRE
GAWDQQESPSLRQAEPQPDRRDPNLQAAVNALQNFQGNTDDLRAVLAPLATRQASGQLRKLMRAALESGKPLALETLLTS
QAWPSVDVHPLRDMHVLAEVVAIGADFAVPILVQHGVDVNAASHDTATTAMHLAARNNSRRLLARHFRVAQTNGLAQADI
QASDVTVRGQGEGPGLPAHRIVLCARSQYFRGMLDSQVFLEARQPEIVLHDIPTPVLKLILKYIYTGDMAFNTDQIQLAV
DCLMACREFQLPQFFNAIQKKLVGSVDLQTCISLVEAAILCHAPVLLASAMRTFLEHYDQLQAGQDPDGAFLQQFLLGIT
DEHLKVPDTHRDENVNGFFDSGH                                                         
>Mbre_XP_001747447                                                              
MASNHSFNEHLWHRFDPCQEFVGGARTKHTAVAIDDGIFVFGGHLGTRMSNDVIRFDTRDCSSGAPAAPHPYPCVSLDLR
LSWSVCMTTKGIRPSPRTHHSCDVLERSLYVSRPPDLLARPHLWATPPPDLALAFAWVGRAQLHQVFGGYTGNIAANSNF
RNCNDLYEYRADKGSWRLVHPGSVSPPPDSELGGALGAASVATATAAAPATHGGSGVSNPISVNSRLNLHRSFRETRAAR
LLTARRVAGEDDASAPGHRSPPWGSNPTQAVPLGTSPPWHPDLASAATALSLAALPAPVPAYQAAAPPQAEDEVPCGRAG
HSSCIHNGGGEGTNQSRISYEAASHFYGSVPRSTPSPRSDYLYIFGGFNGTRLLNDMWRICLSDLAPRWECVQQHGTLPA
AFCNSPAACVGDFCYMFSGMSGKDMSNRLFRCHLPTATWSELTGLPRLVGGHEPPPARFGHILHYDGHARLWVFGGVADG
RPCNTVHCYHIEANVWAQVARQVGNDAPSPRSFAAGAVLDRSLFVFGGTIDLKADEISNEMFRFDLTITERSTLATDLLA
LWHSATLADIDVVAADTVVPAHAVVLAARSSVLAQRIAALPEPNPSKPGQALPRRRLVLRELSNGDTLQSILHLCYSDRL
PPSFLHLPPRAALKHVVLLYACARWYKLHRFMADAVEYLTAVARTDLLLALLALLHEHRLQDLLALFAAEACQPRRFQKM
VQSDEFATLDRDLIVFLVRRHESSRRGSTSRGGPVEGTTYTASDDPATAPPLERALRSGSHSLRFHALELDLYRVVEWCL
RQGEAVEASTPSVGTATSADVGSTQDGTSQGSSRVSDLLPADEAIDVVGGLADCQLVAAGQFHVPLHRAILAARCQYFHG
VFCSGLQNVDSRHTEAILGDAILPPPVLTSLLRYIYADVTTMPVEQICRRQMQVSFDENDAVNILLAAHRLNDVVMIQRA
LAVGPGLLYSTVFGCPLLNFGGPEES                                                      
>Mbre_XP_001743876                                                              
MPWRTKSTTSIKTKTKTSPGTRTRTTSSNHPHSPDDSKETPNVSSPSPQTRANSPALASHTVPPTTDEVPTKRGQQDDLE
PLHTSSTVVVVAANSPENAHLTSALPHHQTIQAAALASVSASSASTGSQPDHRTLHQQQSPSSLVAPSPFASSPSLTATV
PGSSRLKSTRASTTAASDTAAASVPPPHDTPGKPISTSAPTDMAATATATASPHLPTPPQDIEWDVLRKALAGTSFQVNE
HQGAQGLFAALFDSNHQHQKQASPRASTVTSPITDVTTTSTIASHATKAATVQNSYVSVDQLQEKAAPRPASESGPTKPV
AMPATTTELASASASLLPRRDVGSMGSLPSAQQMMPASPRPADAHAAAPQSAPIKFREGEYVLHSQLMQAADAISRMQKS
AAGVPLRPDPNSPAQSGRNGPRKGSPTPTAFRTLDHRSLPTPNAPSPFADRAMSVRSNSDARPRSRSRKRVLAALARRRS
AVTSPADLVGPHSHTSDGMVTHVNAHGSRASPPAVRGMGRPLDTHNLLVAPATSNYSTMTSRANKGGVESHHSPHVLART
MLDMLEQRHDLCNIRFLVGPQQESIFALSAILAMHSSTFEAMFKPYFAASRDIPQVTVALPSVDANAFAAVITWCHTGEL
RLQGTTVRAVLLMAETYGLAHLEVLCNSILTQNIDAESALDVLVRSLREENLFLAEQALQHVGSHARELLQPSRLVQADV
RPEELAIIMQLDAIQGMSELELYRTVVAWAKQMSFRCDLSIEELVAEPLACLRLNLIDLDSLLSVVRADGLIESSRILDA
IASHSNPHNHRHISHRTQEPPTTPLQPLSWDASLSEAPFGVLNDMRIFLPHTSNRLERMAHAFSVPVGMPCTLVVNVSEL
DDANWVAIGCTATTNTATSILSSPFVAAISSVGAVHGNLLEGAAFNFEEGDELILTLVPEEGTLTITRASDDGTDFVVMD
LPSGVLRLFAVASGGPVGIDVAQQPS                                                      
>Sros_PTSG_02617                                                                
MPSKASRRKRNNSGNSGSNGDKAVQQTRLRGFHLAQRLHQAIVNDDDDALRSLLKQGKNVNLCDKYGRTLLHVAAACGAV
RCLKHLIQREEVDITITDDENAWTPLHRAAFHGQVHAAVLLMESKTPTSRSVDTSGCTPIDLFTSDLDALTNAPTLLTRK
EELDIARSMLNPSAALSRHRQPLRSHRHVGGQPLHAGNASHGRSYHAHDANGDDDDDEEEDDEDEDEDEDDDDDDLLLLG
GFGFGIGSGGRNSGGSGGGGGNQWAALANLLSSAHPSEVAPMEQTQAVSSDVYGHVYTWGSNINFTLGHADDANRSHPQR
ITAEKHLRSSHDGFVAVSTNKFHTVFVASDGRVYACGHNHLGRFGTGRGSKSHLEPVHIPVSFTCDSAVAGRDHTLFVSR
KGTAYACGSNDVGQLGIISVDVAPTPVPIRFGAGVKVLRVAASKCHSVFLTTHGLYMCGQQNGQLGLPSSVVARDAHTKS
PQLVALTSDLTPVDIAASEAVTACATTSGKLVVFSHFKKRVFSPEWRSAGLEYQLVLESYTAVRASKRDFVIAITRLGRV
HLHHRGVIYPVVFRTPKPITVIDAAIGVHEGRIVLVVATADGHVSTCSFTVDDVKAKDKLGLRGVTLTTVSTLFQVTAVA
CSPSGYHFAAVRQQYRNPLSIHPSALFPEEYAAPVQEIHPSLRQAEDSEDSDEEPEDHAAPNLERDYRRQQRRQRREAER
AEQQQRQQQEEEEQRRRGFAVGAGVSVAPATVAGRRHRGGGGGGGGGADEDEVNFWQPYQEPAGSDWQTTAQLHHDWHWA
ALTGTVHTAAPNAVASTRQLYTMCCVLADTAGSWQTHARANRVEALAKRTPGGIAARALAWIERTLVAAGRCGVNTDGTA
NVGQRQASAPSASSSSSAAAVSSSSSSPSSLYSSVAPGAGGAVLACMDTAFLAHPDVFSFFSLHSPECSDSGSMHRTMSA
LTSLRADIIILAPHQPLPAKSRNAAAAGAGVEKGRDAVAGGGEACDMMGGQHGKNEKVFAASVAHSSILSSRPEATAILD
TLADTAAQFDVAGRTVTLFVVNAFTHTHVRSVLRLLYTGRIDEVLSSVRELTQSGLNAAFRTRPSRPASHTCSFAFFSSS
TTAAPEHTTTTTTTTTTTTTTRGGDGDAGGVAHETHGDGGETKTSSSATIAKTTMREKNSAAGEANTAADRTPHGDTGVH



EGGDDDVDDDAASVDTTIASISDADDHDDDVGADGDLDGSQDGSQDGSQDGSQDGSTPPAVMSALDARIQAMLDNPEEAL
ADALTPTPSGVAPAPGDGGSGDGSGDATTTAAQRVVVQEEGDGVDEFELMYGDDDDDDDDDDDENEDEDENEDAEGVAKV
GSGAAQEQTQPDEDHTKTEDEQQQRDEQQQQQQQQQHEGASATDATTHEAAEPSTTATEATAAGALRARVLLPRAFAATH
DISLPELVDVLCNVGQFEMAEEIIARARAYACDGLRGQLATKATWFVNAMLARVKAHRQQYRRVYRHVPKRNELKRLLET
HAHHDDDDDNNNNNNNNNNNNNNNNKNNNSGTGNNDAAGSRGGEDDGDDHSSDEARQRALERHAVLFDAAVHAVLCSERN
TVTADDDDDDDESNGGMETRAVTSASYGSKGKKGRKQGKGSKKQHQQHQRQKQHQRQRKKHDRHGSREYAAAADDDEEEG
DEMTEVVTFLLSGNEFIHTHAVGNCDVAVCCGNTRFMLPSSVLAASSPYFGAMFSHRWNDDPVQRAAIDEAQHVATSLAA
RGGGGTADHSGGDGGGGDHHRRGKGRRRNHSSSSSKSRSRTASCRGADAMPNGGGGGGHNTTSAGSHGDGGDDTKEGETK
ARRAQQERDVGVWGVGEWCNDADADVVDAAFVEEVMEVEVELSPVLWEQCHRSIFHQQLSVDDLRPNQLKDLIVFADYVM
LEDVHAAAQEALASQIASHNVVSFIEFADTFNATHLYYACAHVIVRNLELLLCQRALSKLAEHIVTDVTRVYTASLPRRP
LVLASPTPATDYDADLLHLIPYRTVDPRTGATDDKGEDEAPPIWRADVSNGTSGGDGGGGGGGRENGEQAMPTLSREQLA
ALPRREQVLVQLMGMGFSRAAANWAIERHGLTEAGVLRAVQTLVTRPEVEEMFGGRRGSEAEGKKAKKKKKKKKKLSQQP
QQQQQHEGEEAAAAATQPDQQQQQVGSGDGEQCVEGSKQQRDAGAFPSLSESSLVTAVSKRHKRKAKQQQQQQQQQQQQQ
QHTWVSTSASAVKRTQTSPATLQPPSKQTPAMPPPPTHAAATTPTTVDSNQPSKAASASSKPASLLDIMAEEEKHVREKE
KKKKAEQRRRQQEAEKRRKEQVVTRPLSLADKLAGRRMATNAASSSSSSSSPPPSSSSSSSLPLTAGAVSRSSSAPSAWT
AAKAPDTRTRAQRRKAAATHATTPPPHFSGTKPQWASTPTPTSASTVLASAQRVGPPSPSPSSSSSAWAEAIAARPTPHV
PLHSSFHDLELEATLEREYAQPSAGGKGKLKGKAKTKQKSRGGRQRTVSGDASNLFTGKSAASSTAVSSSLSSSSSPPPP
SSLPSRWSSGGASHHAPVTSPATATATATVGVGLGSSPLSAMASAPKATPPSSSSSPSVKAGALSSGVSSGGLGGGVKSA
WKSTTEKSLQKAMQAAVEGGQTPGQFLRELEAERARVQRRRQRAMQCIAIEEAAMRDLEDMYNDGNDYDELVTISRVAKL
V*                                                                              
>Sros_PTSG_05304                                                                
MDGRKEGEGGQKPAVARKPVPPPKPRSLSFHVSRTTSGSSGNGGSGSSAWSVDASPPATGQPGAQRRATMSPAASFRSKH
QSPHHVQPAQLAAVPPQLMSGGPLLYTSLDTGVRRSKKTAAKLSSSSSSSGRNRANGKDADDADAADDDGDGDDNINDIN
APHPSLSLRLQGGGGGSGDELPLDESDELHLSERQQQGVVVGGGGRGGIQNASEVEDEAEGGARRTHASDGSHSMHAAEA
AAQQPEEQAQPQQQHDGRQAVLSPMDHRVSTSSLSDMNPPPTPPPPPQFADAAHEAMPLPPVHVLSLDDRERITTIDDND
GDDDDGDDGDHDGDGDDDDAGGSSHVSMLQAIRAGVQLRQTQPREEQQQEDEEEQLRASQPTHVMDELAWRLRRRQRREE
ERIADAAGDAWRQRAHLFLRNLPQAQDVPPVSTLRQLLTDALEIEDSVGGRDAAKRLFPSWPHEYVDDLEAAITAYNTFI
SAHEALRETCHSSKPVTDAHLQGAIDRAVSAHAALFVRTNSVVYFACRRVHLDDSQREPCTHVLQETLRLALGRLWQRAE
QVLASLHDPGLRTFDRRDRAAVCYRLHHTFMGYCRQFAQTLDMHDLLTSTEYSRAEENSFRLFEMHRDAIVVRERVGTWD
KAEHVRLRGQQATSSTQAPPETEPQSLVHRVLSAIADHEPTQLRAALNDLREVSPARVQAKYQSFVQAAAGHNHLECLAV
LLSWTHVPTRETLPARDMAWISAAVNKHNMPAVKMMLDHGLWINDINPNSHATALHMMAHLIRNGADIFIANRHSRTPLQ
VASNVFLPFAAPPPLPGQHGHIHSGQRYTSHTHHHHTSQQGDQPPSPTSAHHQHQHHQQHHHLDLVRYLETGVFSDVTLV
ADDGTAFQAHRIVLCAQSEYFRAMLESEWAEASQREISMPGLTPATLRIALHYLYSGHADYPLDDDELCLDLLETAFILL
IEPMQRHLQVRLQQKLSIHNALEYYRTAVRLGSSMLVAHCCVFILNNYADLQDQDEGREVLYHLLEDLKPTDYQHNTTAI
PRPYAI*                                                                         
>Sros_PTSG_08954                                                                
MCPEHAAVFLTVLEFIYTNRCQLTQNTVVDVLASAIEYGLDGLAQCCSDFIKAHLTVDTACSAMQAAIAYNQTDLRDTCM
RFVEDNTRAVFKSRHFVEMSADTFAFILQSDNLQIDEVDVLASVKEWGTVNSVVTDQTMAEVLRGVVDHVRFPLLDAATL
QKIEEENDKTSIIPVRLIAKAWKFQATKRSDPTDPHFRPRAGTHTA*                                 
>Sros_PTSG_10143                                                                
MQRAAIQTASNDSIHTSVNSTFPHSLAVSRAACFPFSNSAMFVVPTAHDKTKKTHPQQQQQQQQQQQQQQQAWNSMDVAD
DINICQQKQQQQQVQEPAQSAALTSTETAAAKTTLPFLPATSNTKATAAQVAAVTTALLASSLATPKPLASSGSSSPARS
AAGSSPACSPPVSVRSSSFALTSSPSSPGSPPPAIGMEHSQPQQHQMQPQLQSNHNAQPADNSSNTVLTLEAPVDSPYSG
AAFNLVCDTAANTLTWASPIYHPAFEQGSRVCACVTGSTRAVADAEVQRRIRALLSNPDLFRPCSNCQHVNTTAYTEAQA
DPEFFRRKARAHTPAAAPPSDDDLRAVTTPKMTSFDFSMLLRTGIYSDVRIKAGSAKTVFKCHRTILAAGSPVFAAHFAT
QADHGVVTLDVAPRTLAHVLHYIYSQRLPRMASMDVLDCIHLLQLSLKLRVPALVKFTVAALRAACVGQEGPLVVCELQR
CGLDKLVLHMRSSAAAKATAQAGSGDEEVGLGGDDHMGGAENNNQQQEQQQQQEQQQQYGSDDGHVAATTGQVDQVDTSE
MQEQQGGRRQQEQTTETGIEVGGGHYAGQHNDPQQIQNDRMVTATDDNDDQQQQQQQQQQQQQQQQQQQQRVPVSRYEQR
RPCGSFPRANRMRKRRPSPYSLGLCMH*                                                    
>Sros_PTSG_10974                                                                
MADRTPARHALHQAHHAQPSQQWFPASTTHAVMPLTPSSPSASTSHPGSEAAPLAGFASTACPSQQRQQQRQPAVVLQAV
ASDMQPFCPQTDADAGRPLSDTALVGHRDVSTAPPVRQPPQTYVQHWQQQRQQHWQPHHEQQQHLALKLSPGTCPAPRGL
THERVVQELVWRLHALSHSTHTRTGDHAPHQPCEPEHCAACARLVQKMTGVSTDDQYEKKEKRHSSHAARRSASADTSAP
GRGSQRATSPIERRRTTLLQRLRRRVLGSRPSLSASSHSTSSHTATSDPITNHTTESGRPGSRGSMGRHVSAVAGHADAR
DRQATARDGSSIAPYQSTIDYRATQYPKPSSQQRDGDSGHHHRHHQHGDQHRASTVGRSLHGMDDYVPSGLLQGHALFSS
THSSLPPVQPATIPQPTHVQGALHSPLGEADACRQREQMIQQLWVRTQQQQHHQQQHQHQHHHHQQQQQQQRQQHHHHHQ
QQQQQQQHSLGSPPSHSSDVPPMIIDHRQQISISAVLTSAAPVLERTAATCDVEFHLAPGHPPLYGMSAVLCHQSRVLAA
MIDAALPVSHSTAALASNVTAPLPPTPAATLPSRRAVRIDKWSPSVFDAFLAYMHTGRVAVSSTDMLPQLAACAGAFNVP
RLAAHCQQLMPSGMSTPRNPSSKGISRIPGASTSAPRTASPSLSTYTRLSDMSQSRTYDSSTV*                
>Sros_PTSG_12431                                                                
MDERALLRWHAWRQLPGVAPFVGSSRSKHAAVTVGDGLFIHGGDSGSTMLGDMLRFDVHDHSWSSCQTVKGDSPSPRYHH
SAVVYKHSIYCFGGYTGDIFSNSNLENRNDLYQHFPDKGMWRPIILADGSNTPPARSAQCCAMYGSWMYVFAGFDGSDRL



NDMWRIDLSANDKRWERVNQQGDVPPPCCNMPCATSTTTMFIFSGMSGKFSSNQLHAFDFGSHTWRRIEFLSQFHGGGEP
PSRRFGHSMVHHNNNLWIFGGCADNMLTNSIYRFDLAKRVWCRIVPEESAFTPSGRCFHSACVAADTMYVFGGTLDVSHS
TRSGHMFCLSLVEPEQPSLMKDIGSLHVTGMLADVYLHPRHRTPGDDGCGGGDDGDGDMKGRVDCGEGGGARRQAAQGKE
NHDDDDDDDENDDGGGDDGGENAGESISCGRGAGGCGVQCHAALMAVRSDVLRTRIREALAKQQQQQQQQQQQRRRQRRG
VGVGVGVGDGARGGGGATASGEGREGSDGGEGSARSDGRGEATEAGSCIEATDAADEPVHTTHEADQQQQQQQQQEQQEH
QQEQQQQQQQQQQQPQLSAFKLRPRPSAPLHLVVAEAASTSTLQALVHFCYTDTLPEWLDVTLATNSTIANLLDLCSLAD
HMHVARLKALCVACVRINTRVDNVLTILQAVTRRNMMDVRQHLLDFVLRPCNYRHVVMSPEFEHLPRDVIVELVRQHELT
HGAATLRTAAAMSPPNTGGTTATTTTATMGGSARVSGSGSGSTMGRGSGIATSPSPLSRQSSSTRILLELTGDAGRSGSG
GSGGISGGGGADHIQRALFRLFDRVLESFVLTHAQGPSRTTSESKRDALLDPDTLVEFDGGVCRVHACIVAARCGYFASL
FRSGMVEARSNCVRLLLGDRLLSPSAAKHLLCYVYLGEVEAVSPQDAVVLASCANYFSFSTAHLHDTCHQRIQATLSTSN
AVPVLKAAALVHNDDAKEQAMAIIVKNLPQLSQQSDFDTLDKQLLLDVLKRVAEAPRVPACTTASTTAHETTV*      
>Cowc_CAOG_00261                                                                
MSQLYASGAPPSAPSSAQTSPLPVATPMLSVVKEGMLRKQGGRVQSWKDRWFVLTTNDIAYFKTRNSEEPIKRIQVSAIK
SCDEVQAQPDSRGARPDHFYFTLNTEGRLFTICSRTAQERSDWVAAIRQYLPAPAVVASPIEISAEQAEAERAEAETREK
AAAELEAANAAAAAAAVIVPKPFTPATRAPTSDVPLERTFEIEQFVGQMKSIVRSEKFSDITFEVGESNFYAHKAIIAAR
CPKLAGLFQAHTARVPLVGIEPAHFSIVLDFIYADEAALTPANAVDLYHAAATYGLSRLQQLTETYVRDNISVDNVLTLL
KAANRREARELERLCLGFVSDVQRYQSVIRQKEATEIAQVNKDLYVRLSQVLAEAPEAFAHSLGDVIVGPTTLTSDLLGL
LSSVAHADVHIKAKDSEIFAHRILLVTRCESLLHEGGAGNANLAQSGFVTLRLPTLEGQVIYTLLQYLYSNSVSVDRLHD
TYGLIALADSVQQDPIVSVCNEMMRQNLNASTALKILMVSSKYQLLTLKKATLALIVRESGAICTRKDLKPVLNEFPNNL
IDICRALVKGEGGAFSDDEDDDDDEDEDTSDFERI*                                            
>Cowc_CAOG_01182                                                                
MSTSWFSSLSPSSSSSSSSSSSSSSAAADVNADSSSRVARSQDGSAKEAPHRTLRSAFESEPSSTSASASTSASTSSASS
AAATTTLLRNSTLSRGLSCSDNDVAVLLNEITALLTPTSELDLGSNYEALPEQWSQQWVQDVPEWSSEYNTTTWAARCII
GAPRVYPAMGDIQGAWAQGTVGMETEFVTLQFHKPVVIKAVNIYETNSPGAVVRILALQRTDLPGGRVAAPALAPAATPT
TEMARVPQGNWVVLWSGAPTVGPHHVTSRIFTPPLERLDVASNYIRLELNCRGATTWCEIDSVQLVGDPGYDETTRKEVM
NSLRQQPVNTGSKLSQDLGALLSSGEFADVTFVVQGVSIPAHRNILSARCPVFRPMFAHDTLERASSQVVIPDIEPRAFR
KLLEFMYTGTVQVSPDVIAWLYHTADKYDVAEVRRICVDEFRFALTVDNVVPIFERVAEFYPELKEVCLRFLLRNAATIA
GGRALETLPQPLLLELTRTFAGGLSATRPAV*                                                
>Cowc_CAOG_01769                                                                
MALPPFRARTESAGGGADLSLDFRAEPMYRWKRMAGCTMAPSRSKHTMVAHGNSLFAFGGDDGHKMLNDLLRFDIEKGVW
SKMSVEGKSPSPRYHHSAVVFGNSMFVFGGYTGDLYSNTNLENRNDLFEYRFDLNSWQEWSTVGARPVARSAHSACVYGD
YLYIFAGYDGKARLNDMWRIRLSPEESTTPATPGSAAPTHEWQEVSQSGNHPPTCCNFPMAVASDSMFVFSGHSGAKTSN
DLFEFEFSTGRWTKLTHRHMIDGGDPPPPRRFGHTMVAFGNHLYIFGGSADNALPGDVMAYDLQADIWRAVEPHGNSQIP
TGRCFHACAVVDSGMFVFGGTVDFSQNIKSTDLFRFQLAVIPSCSLHSDYARFYQSGELTDLVFKIGPEQKSIRAHVAMV
AARSKYLRELILRKRGPTSLYNSVVHATKGATATTASDSSSSSSGSSGGGAAPTQGYQTLYPTVAQDVEQTKGARSDAHA
PSRQLAALDTLVDESPPTDYATAPVLELHFPNANFAAFELVIAFIYSDTISHVEYNSNLGAINIEMITHAYELAIQFNLA
RLEKLCELLILAAVTVKNVLSVLRIVSALKLGNLKSDCLNFIVREGNYSEIVGSPELEQLEQGLLVEIVRRQQMPQQREQ
KLSPVDSPEGSLDLDMSNFFQGMTGAYFFDVSFVVHGEVFFAHKSILAARAEYFRAMFRSGMQESKTTRLSAAIGDVMPS
RSAFASLMWYIYCGDVGMPPEDAMYLFSAPHFYGFTNDRLQAFCKYNLEENVSPRNVLQILEAADRIQAHDMKRHALHVT
VECFSKIAQSAKLKSLKKELLLEILNALGEKMTNCQCSHSAGSASHSGERLRAYESKKEKEKEKEKEKEREKDKDKDSKD
SKDRDTAERLVERTTREPVRRDKHDRRFRQYLLEQAENNFPPSDRAAESGVSRHPNSVWRVSEGSSRGRGRQTTSASAAA
SSVGSGALDDADSPLGTPNSASSGAAAGSTSASSTLGTGGSSGSGFAVALAALQSTTGSAPASVGASGSTVAAAQPTALS
SSASAVGSTPVERARSPTRRIMSFV*                                                      
>Cowc_CAOG_03206                                                                
MLRSLSIEPFERQSCPVEQLEVQVEAILPTTAPATVDRTIPIMMTTTTTTMNDSDDDEDEDDQSDEDEFDDIEGNDNLDT
NHSTANAANSADAAAGSSNQAAGSNDGQSMLEISSASLLLLEGSILTFEADGDLRIVVPPESRDALRPLKLHRFVNYECN
KDDSLLTLLSSDQRAMVFEVQQGDQVLLLDTVRMHWVLVREPGRQHSTFSLERALKDASFCDISFQASDGVVLQAHSAIL
QLRCPELVGMMKDPAKDSIRLATFDAGVLRALLFFLYTDTAPPELVKVARPLSQLAKALHLRRLEAQCVQLFTDDAVLAE
VMTYTHGIEAILQQILVTARRPEVSLDRPEIVLGVAKQHGADLCVAGLLFIRGADVLGRRRASLSREQQKVLYTNLQEWA
LRCMAILNRINLEVGHKLATALRQQNVSSVALPTSLQPYVVQALQSISSFAKDLGVGLRTLASVIKQSEAQNRKRKHAEA
SSAAGRSERSGVLRSMSVFAKYRSYAKLKSAFKSLRKYLKAIPKVCDKVLKADPSKQRERITGALLYMRDSVLQDDEEEF
TRNLERSLRGSRLKKLISATTQGVSMGLNQFIEHPEAVQPLIKRLRDQVQSKEFDMQLVALNLLSASEVDSMDALAASTS
ADSTGRMVEEELVDDVGISFLSSMQQLYTERDATGDMSFVLSDGSAVPAHRVVVASASEWIHAALTNGMQEALNRQISMP
DIPPESFMLFLNYLYTGDLDLSTSETAAVDLLELAERLAMPLVRETCTQYLLKSIDEDNAIALVTVADRFSIPKLQAAAM
DFIVSHGDVIMQEDIQELDPHCAAELQRRVVQHQQHLEAALQRQKERDEQIKQAELLGNLVVPSFGTEPPELEFPEETIS
VDDGVAVSSLVAEMQAIVGEDVPAARLEHHLRAANFDVNRAVNFFFSE*                               
>Cowc_CAOG_03675                                                                
MEDDVTAMLAHVPMGRLTWREDPASTFADWTVVVQDAALSGCQYGDVPALLESSAAENAAAETTTVTRGDTASPPKPGTS
SPPPPPPLQAQQPGLLQQQQQGQSSLAGVIPGANGAAAVGEPLQVAPVALVTTPTTTPQPAAAAVQPPRPAAPTPLRPNR
NAQVRGARAGAGPVQGALPAATPTRVIIASAHPARQQQQQQQQHATHNPHHHHTHHQNHHHQNHHHHHQQQNQQPNPRSP
AIRLPFRGLRHEQQQQPQSQQQQQHQQSQQQGQSQTDRSDAQQHPPPMPLALTQPGEATYHVHACILAVGSRGSGFFRTL
MQTPLESTERQSRTTILYLPQACLPVFPLVLDYMYDGSWDAVTSSTAVPMLRVAHQLCMADLHARLMRFIDETMSTWTAP



VYLADSLVLALRQLYDRALAVCASDFLQYAADQFNVLPVGTLIELLQHPSMHAPPANISHCICSYLLANETLPLCHSEDT
APSISDANPASTPATSSNGTATAVPVVGKSCVFVVGMSQPPTASASQCGSDALVRSADAVPAPNSADAVPANNSAGATPA
LTMSPVLDQKHPSTSTDDALSDEEFDSLTAVLSDVARDSAVPILLSACAHRNQRVIALASKSIAESFFLRQVGELDDVPC
EVLYNILVHEALAAHTEDVVYDVIQEYLQNSSHRWHMTDADVSRLWSACRFTWLSMERLTLAAMQPSMPPALIAQATLAR
CWRLERAPAGVHAQAGAVFSSTAAPERVRTELAQRKTYLQTPILRWHVGPLRNTDATRGGSSGASTSSGAFSFSDIPSSA
SNVFSAMAVAPPVIWVGAHAAAFSSPAPNAATTTTTTTATAASNQSVPSSTNHRPGFAAPTVSSTAAAQATFNSGMPTTT
IFSSGIPSSSSSSAPTFSVSGTATQSASGSIVNNNVRYTAEQRQFTVLTPEHRLVRSVETFSLSECSRVYVEVLINKLHC
CGGIGIADLGLLNTTPSHQQPATWSYSMEGVISSRGVRVTAISPTAWGTNDAIGMLIDLAQRQVQFYRNSVFQGRCEDIA
TSNICVIADLDGNGSSASFSATTLDVSAMLQQQQRM*                                           
>Cowc_CAOG_05579                                                                
MPVISQTEGELRRIADASAADELVARLSALIPHDDDGHDADDSHRATQPDQQQQRGQRRSSIVRLVAQPRQAVPVASSVR
FHAAVLAARASQAFIDAFTAPNEVRVQSLLLASSPSSPSTTRPESVETQILRQIRTFLYTDRLLEPKTASKHQERPSSND
LHAVRQVGIHYSMPDLVSAADSLLLSSQAPEPQRCPELVLQVPTWTRQSDASQSFSLIRHIPVQLSPCSTLAASIARLLE
ARESGAQAPAVPEGNVALALDDGTHILAHQVVLQGAAPYFYSILAGAWSTLPSDSAALRTLALPGIAPEIAVQLVVSMYA
GNCSVSAENALALAAAADTFGLHTTVRRVEDFLSKHCHNFHVPCTDQCVSEVINVCNATSEIPACSEMADRCMDWLGLHC
DRVWMLRSFMNLKEPLREIVYNKPFMLLAVNSQQDLGDSDFAIDLDKSVAARQGGVSPRVVVSELLRATRGIAANPQVQW
AKPSLKALEAVRSACLKRLEDSFCDWVLADQDRHMAMPCLCQLVLDSTQDERSPFVLFAERFMLSTTAKTACRRLLAIHT
LAQRLNATQNGLALPEALQRLLAWHIQFAQRNSGWVRRSAEFALIPASLMETIQAGESFIDLDDSASPATPKRNNSQPSA
TTGRSGSRWEASSGAHPATPIRHSAQVRATSDSHPSPISSRAALTPDHHAASRVSRSTAAADHLSGSHAAPATAPVRRNI
PSMAQRVHGGAGLSSAASSPARPSQARDSVQTSLAANQLKSGMRVRLRDARLGTVRYVGNIHVSPGTFVGLELDEPGPKY
HDGCINDVRYFDAPKQHGVLVKLANVETVLSES*                                              
>Cowc_CAOG_05755                                                                
MAASPSSTPSPQHHHHGRAHHAPVAHPMGSDASPLSAADAAFQVFLLAAQLGRRDDLAELHDRLASHPSQLQGSSAGTSA
THGQRGGGGSASSSEVKSRPRLLNRAPNASSSTLQVHGTTGQGRGVSDIVNRTSARPSGSGITALMLAATGDHIHAATWL
LEQGAQVNAVDAESNWSSLHRALYMGQIQTAILLIAAGADVHLKDAEGMTPLDLIARDREWPFRVRPTPVAPLALPLRRS
SPVVGDAAFASSPAASDQHESASLSSAASADEPAPSSSSSVFDKPSSALAFYDMLISTEQLLEGADVFSWGLDRNYTLGH
VGAEDRNHPDRVDAFVRMVPRARIVSAVTSSFHSAFLTDAGEVYTCGFGLGGRLGHDCDDTVIVPRRVGGLLDGKACAAV
SVSRDNSAVVTSKGEVFTFGSNEHGQLGVAGLPVGPHANCPKPQLVKALRERKVPIIGVACGRTHSAFYSEQELYTCGQN
FGQLGHAQRDPRILAPKAVPAVAPTSGRISQVVASDTFTACLTSVGDIFVCHSYAVHRLRLPTTIFRPNIVVFRQRKPVP
FRIVAGHGSSLLCVATDGSLFIWLPWLGTQFVHLAFGSQRALNVIDVAMGVNQMAVVSAEGNVYVGNSPDLDRMLAKAKA
LATSHNLVPAPFTLHPSLVDALTVPTLNVYRTRNLHRTVSVSCNPQGSHFLAVTSATMYARGPDRVKVLPSQARTDFGAL
LTSHSSFTSDMHLVSSDAEIYGTIPAHTAILASRAPQWFGALEKDEALTQELAAAAADPFALPQTSYELIAPTPSSAHEE
GESPTKSVMEAFLVPELPQAALLALLEYLYTGTCDLLELPLESKQRPTTSQSRQASGKEGGGKKKGNKARSSSQDHFTAP
PSDADSEHQALTSHEIARTLCDFSLKHGMTELHTLLSSKLETRYMGRRSLRGAIPTFRVTLGTPDVDLLSAEDEHIPVHK
AILVARCEYFAAMFGSPFWSETGAARPALGLPSPTPLRALTVLVDYMYTDSVDLTARDPVSGAFAVNVPLAFEVLVVANV
LLLERLKSLCEGALATCVDIKTVVSFLDMAAVYQCTQLKEACLSFILHNLEAVLEARQLESLLGGSKPANLTPVESGLSS
DSPYANDAFFADLPELAEDASEKILDELGRRYRSTLPPTRRPTQVDLMSFHSAAAAAIPQRSAEKMPAGSMRSSANGKRA
AGASTSAQHNDSDEEAPPAPVAHDGDLARQLQEQEDAEFAAALAASFVELDDDERQQRADQAQRQQQKSRKKAAKLSDRQ
KQQAAQLQEEVAKRKQIQQQSLDVEEPAGPVAKPKKGGRGIRVDLSNPDEALRKIAGGGDSPPLPTVTSDLPTPAPWAAT
SAPAAPATASTVAGSKAGRGAAASSLRSIMSEQQQPKQAQKQQPTVHTAPVSQPAKAAQEKPVPDAKSKKASPAATTAAL
PGAAVASKSGTTPPLLPSSVPLSPASPQTAASILFAPKSPAAAPSAQAALETWAAKGSDRKLSQRERKRSQSRDVAEHTE
PAVPESRTATAGASVAWKSASPAAVQQTLSTNHFPSLGRAPAVAPSPASPAKQVSLTQIHQEQRQLAYNADAVKRKALDL
IQLEEKAIAAIEAFYAHLSLEEETDEMIVIERVVG*                                            
>Cowc_CAOG_06560                                                                
MSVYTWGASYNPEVKEQLVPQVEDSLRGRRIVQVACGEQHTLALDDLGNVFAKGRRREGQLGIGDGANSLPAATSFHPIV
GLQHEKVLSVACGAHHSLAVTASGAVYFWGLAHERIEHAAPELITVTARPLTERQRKMVEKSHYQYFSATSSRTAAAGSG
AVLSQAERDQTRSATNPPTAVQTSDTPREQSNPAANVASQTPPATVEHPMNAAGRAALARQNGTSATTTTTTTSSVPPPP
QQPTVSESRDEFHAATDSSLGTGEGESDSVSSSGFRRRIYSRPVRLRLPSARNAHLGSFVAINEHALAERADQDTSSSAD
NLEDIPSEQHVTAVAGGYCFSLVVDTRGRCYSIGFNDMGQLGLGHRFMQGQLQRIPVFDALFPHRQIKQVAAGVQAAAAL
AYSGDVWVWGCGVFGLGLGDTEDQLKPRRITNIWNVTLPDEPPLPVDLVMKAPIVQLVAGSHHFVCQDEGGAVYSFGHGE
YGQQGTGDEGESGATARHGHALPHLVNFTPSATHTSTAKQAAVATQVAMIGSGSIHTFLVTVDRQLYSFGWNSAGVLGHG
DRRFRVLPTHVMALEGERVLSVAGGWKHSIAVVESESATFAFDFQHLCNPPHARLRPSLSGISEFVPALNINQPDLAFVV
ENKPIFVHRAFVASRCRRIAAMIAMTEKYGGKDVRMEPDTAESNPEEFVRAVASTRNGDPTESVQLLQGSIEALAPLVIQ
VSGPRFVVFAGLCAYLYTDHVRIPTFFLRELAQLAQQYGLPRLVLLCKRQSMQHHTPAEGESAPMSTFAADMEGLVASPR
FADVVIDIGKASIPAHRMILSARCPYFRALFEGALAVDSGTRVIRIAADADDGLVNDAEPEETFLNPSTVHDLLMFIYTG
NRDVIGPENAADLLAASDYFMMHDLKQVCEAELIRCLAPDNVQVLQQYADAYRAMRLRHECRKVEV*             
>Cowc_CAOG_07172                                                                
MATPQSPSPMAASSGGDSEVGKLQKHLSLLREQYVKLQARLAEVEKAHAAASTAAGQIGVDHFVPRLLRTVEELFDKDTY
SDIKINLAGRIIPGHRLVLAARGGNWGVTDLAQVTELTLADLPHEVGWALLKWVYTDRVDIRPDINFTIEVMRAAHRFRL
EPLKIRCEHALMALANVSNCTSLFRYADEAGAQDLRRTCLQLILTYWTQIDPAQFDTMPAPLLFEVFKQITAFTLHLAVS
RGREDVVFLFLIENDTNVVEKINEVDEKGDVALHLALLGRHESIAETLVDHGCDVDSPQATTNKTLLHRALERKDETTAA
FLVSHGASVNAVTSAATGSTTPLHIASKLNLPVTAKLLINSAANVNAQDASGATALHVSIGAGFAEIVNALLAAPAIDLS



LKDNLERTTLWLALVQRNEQLASTLVAAGCDTNAPDNLRNTLLHHAIQCQYTAAALFLISNGASVDAANAAGTTPLHLAA
LFAYAELATTLLNAGAKVNVRDSKGRTPLHNAIRGDNGSQPLGFPATPVHVSDAPRRATGPTNPASEDVARRLIRHAGVD
LNARDEEDNTPLGLALLLQAKTIATALVEAGADKECVSAQGGYTLLHQAILRKDAGAARFLLEAGSSINSKTGSNQSPLM
LAITNEIGPVVEVLCSMGADPNGFDNAGNTALWTALTLRQADVASTLVKYRADVDAMNAQGEALLHSAIRKRDSFIATFL
IGNGAKVNARSSKGQCTPLHLAAEQGLEDVCVFLLQNGADINAQESQGLTPLHVAVESRHPTIVQCLLHQNGVDLTIVDG
LGATPFATALNTKDLDISALILSVDASVAEQADDRGRNFLHQAIAENDVDRVLFLIELKVDVNSRVQDAEHLTPLFLAVR
LGAEAICKHLIQAGADVNARDGHDSDALHVACSLNLATVVNLLVEAGADLTAVDSDRRTALHLAVANQHINVVRRLVKES
AVDLNARDAKSQTVLHVLAAGAAQNAIALLDVLLQFAGGSLDINAVDIDGNTPLFYAFGVGHELLCVALVKAGAQIGLQN
KAGKSVMDEANKGRIQRKIIDAVPAVLTWLDGKACQNCNDKFSVSKRKHHCRHCARVLCSKCCPSDKEVLLAKFDEKKPA
RVCDACHEVLSAPF*                                                                 
>Cowc_CAOG_07578                                                                
MQNIKCTIVGDGSVGKSCLAISYTTNAFPGEYVPTVFDNYSANVMCDGRPVNLSLWDTAGQEDYDRLRPLSYPQTDVFLV
CFSVISRSSFENIAAKWVPELNHHAPGTILVLVGTKGDLRDDTDTRARLAARGTSVVSIAEAQAMARSVGANAYVEVSAL
TQANVKQLFDQVIRATLSPTRSKRKNVKTIVGRSGERIEIPLPPPLPKGVPAPWINVSTSTIAEDMRKLLNSPYAADVSI
QCGATTFHAHRIVLASASRFFRRLFHIAHTDTDPRNFLDHARVNSRQISGLEGIEVSGMPPAYDESDAKPGFAPARPAPA
PPAGTSRGMTLAEANAASAALSPSAVQAFNASSSINALGTHVTIRVAASAVSAPVMLKVLEFLYTGLASFDDKNDHVRET
STASSLFDLGELSTICQNVLEDDQELNPSIGTWLNDQTGQVMNQLFLNNKLLADAQFQFADGRTMYVHKAMLAARCPLLD
VLGHDSNPTALQTIRLYEQEEVLDVLRPFMEFLYSDHATIDTRTANPATLLIIADRYEVKRLVTYCELHVSKAIERETAS
RVAKAEIDVIGLMGVARKCDAEQLVAFCKHFICTNYSAMCKRPEYRLLDAGTRTYLYNQQWPPLSYLAQVEEYEARVAEL
TKMSKTKAARASKAPSSSFSVAPEGIAVGADEGVAGSRCCMM*                                     
>Cowc_CAOG_07856                                                                
MGNTASSASAGSSLSAGQHPQHQLEQQQQQHQQQQQHWQFGSHSKTAIFPLSSSQQLPQQPPHQTSSWPPFAASFTSSLF
PADLELSRGPALDPQSDTYSPLASLSSPARRTFSQRESPPSTRAAHLTYESASLPVSHATADAASESAGPTHAAMSDLAG
STRPFDPNPSSVSKSTVDASGLIRRAPMHASKRPRRSASLYIVETLFEDGEGSDITIRALGQEWRLHKVYLKQAEYFCCM
FDSCWAESTSPTIDIEILDSNIDAQALTVAFESLYHDEYTLDEAIVVPVLAAATMLQIPHLVAHCASVMSRTYSATTLPI
YYAATHQYGQTQLLPSLADWMDHFLFVLPPVDLVTLLRQMPLELLRQTIASPKLCVVFVELDVYVICRIWLFLQLQPKVA
DEFIEEQTKYQHELDELKAKRRTTASLSTPASMVKRSGKFFRARGQDVQAYLDTKEGKGVAALFAVLRFQHMLTTMSNVQ
ELRMDNIIPRSWLLPYYEALWLSSLQGGYCDAVPLKAFAESIHTPGVASLSSTTSGSTPNRPAASPLFGNLSPATSAADA
LPEFPEETQQSETESQDDDGASADDADSEGVFEEIEVQTTQSAADQAASLSPAASDSSPDAELPTSPPTPAQHNIASARH
TLTPGASSPLALAAPPPTKPETPSLLRELECFASESIRCGRFIETDVDVTWRWTGFAYGFDLLVTYVASRRTLSLTRNCA
FRTPRSHESALTCINTVEHQPLRYQMSVFSVASFQEYSQASTGVTDMTLAQDTDRVVMTLDPSLKLPLVVSLRLLFPVPS
ATFRSRVVARRLL*                                                                  
>Mvib_comp15094_c0_seq1_fr4                                                     
LCCLIYSYSGALAALPSGHVLA*VLYYCIEIVDWT*HPKKLNCELSNFSRWWKEREARMSNSREQLVLHDLNSFAASREN
LVELRKSSKLCDVTLIVGDEDFRCHRIILAAASPYFRNLFLNEGFLESQQESVVIEQLEAEAFQQVLDFVYSGQCTVSVN
NVGAVLYAADMLMIERLRVLCDAFLRERLDLDNCLTVWTIAESTNMEGLRDACKSLALRQFDTLRQSSAFLSIEEERLAE
LLEDDVLRATEWSVFEGIVAWAQAEPGEERREALQRLFKFVRLLRMTSEELEKVTAEPLVAEHHTLVNRVLHQRYLQLRA
LQQPDEADTFDTEDTTAPSTPHALSSDPSPSSRRRLSTTINLAAAAVASAAAIATTAPFATTTACTSATPTTPTAVSSAF
SIMTSHAKSALRLGGRASSGRATSVPCSPARSAPVTPQSGQHFVTAIGGRSSLGGRVGGDDVGDRSLSIEGVHEGGTASD
AAAPDDELAKRIAKLTVRGRVEMECMFALGGKSGRGHALNTIERYVPRENRWEVIGPRLITSRYRCAAVTVGDCIYVIGG
RAGFTRESVVTVEEFHTTRGTVREVAPLIAPRSCCAAAALAGKVYVLGGLHLDVRLDTMEVYDPSRARGQWERAPSMHVG
RTMCGAGVLHGHIYAVGGHSGMKQLRSVERFVPTREQWEPVAPMFTKRDSCRCAVLNGLLYAIGGYGSGRYLDSVERYDP
ARDCWEMVASMNVQRAGCGVAAIDGRIFVWGGRSRENDVLDSVEAYDPLSERWTIMASLCCGRRGSAEATGLC*ERLVER
GESNRVIERESIFQFL*KQHLLFIFC*KKKKK                                                
>Mvib_comp15094_c0_seq2_fr4                                                     
LCCLIYSYSGALAALPSGHVLA*VLYYCIEIVDWT*HPKKLNCELSNFSRWWKEREARMSNSREQLVLHDLNSFAASREN
LVELRKSSKLCDVTLIVGDEDFRCHRIILAAASPYFRNLFLNEGFLESQQESVVIEQLEAEAFQQVLDFVYSGQCTVSVN
NVGAVLYAADMLMIERLRVLCDAFLRERLDLDNCLTVWTIAESTNMEGLRDACKSLALRQFDTLRQSSGRYMVR*VNV*H
*FFFFLGG                                                                        
>Mvib_comp142230_c0_seq1_fr4                                                    
RCVHACDMIDDVLYIFGGTISFYHMMKSSELFSFTFTPIPQPTLSRDLERALSNGIAFDVEFVLPLANARVSAHRSIVAA
RSPALSRHICAALDRQQETKTCPLEVVLDTISDLRAFRTAIHFMYTDELDQEARPTRTATTLSLNNSNSATMTTSPGPPR
RHLPADSSISSFSPASTPSTPPA                                                         
>Mvib_comp6440_c0_seq1_fr5                                                      
GAA*VTLDIHVVKLLCKHSR*GGFSWTGEMSSRPNCAPNLPQPPVSPNELVMRNTRLWRMRECGQLCDVTLVVGGGEFPC
HRAVLAAAGEYFSILFTGPYADAQRDAVPLEGVDPSAFQQVLSFAYTGAYTFDDSTVTSVLAAADLFSLDALRELCGEYL
LHRLDVDSCLVVWRIAEATSMTRLCDECLSVALREFPTLAFTSAFQDLEPDRLAELIGSDLLRARTERDGFEAGLRRA  
>Mvib_comp9598_c0_seq1_fr5                                                      
YLRGQHCACTSGGVAPCSGPPQRLLGAVYRAIIQQPEFQLLDKALIVELVREQQDPSRETQWIAALGEWTSTLAADLGAF
LISDVGVRLADFTLTCNGEKLSVHKPILIARSEYYAGFFRSNMSDSRQNSCEITIGDVVPSPRAARALVEYLYTDTVRVG
PADAVYLFVAHDYLAFPNARLQVLCKQSLEEDTSHVCILQIFEAAHCVHAHDLKQHALDMIMDNFLMCAPMEQLQLLKKE
LLLEILQALTQRMGTCSCGILSPATPSSAAATSSRSLSFLLEKPV*L*NTSTTR                          



>Mvib_comp15778_c0_seq1_fr5                                                     
KNQKSNFSMFPESRGRKRRRCDEADSETIEQDSFSASFSNHQTLTAPLSALRVANTILNELRKQEHLCDIYVNCQGRQFP
CHCVVLIAHSSYFRGMFTGSFAEARQWLPAPAVASVFDQHHPQPHYARRQPAQVTGPPPLVSTTTAEAVASAPSGAPASL
PVDSVLSESVSMDIDAKSTTNDNHDDSRDDNHIDNYDKIATLVRPTPTPVKGVKRQRSTPTVPMRRSRRTTRALTSDKST
ATESMGAANESQGALAAAANAVESAALRDSASAKPPTTATLTTTTATTNATGKDNESVSSQSSCGSPAGAATDDEADGDN
GPSSRRKATKHHHHEVLTTTTSPPAPSFPRPPPVFDLPDIDPEAFEQVLAYIYEGECVVSPDNIAFVLMAADRLVIEPLC
QLCVGYLMQHLDTGNCLDVWQLGLDSSRNDLTERALRKTLNYFKQVVQSPAWLGIDLERLIQILKSENLPRDCEGTAFAA
VVNWVRCGLSTEAIERGDTGDVDPAELVQRQAQLDILLPLLRFPLMDPDFLENVVDADPFMKEHPMGKDLLLEAWKFRSR
GKPIGDRSRERAGRWDRVILLGGRRGVESRNMSLSWAPDDREWEVFDPQLPQGRKNCCATTLGNYIYIVGGKMGTTAQNM
RQCPSIRRPIFPANSPWEPFDVQREFSHRSRCQLVASPANDSLYVVGGLNAHEAQHSMYRYNARTNHTSECQHMGVRRGG
CGATLLGHHIYVCGGYDSNHHLQSAERYSIEEDVWEPIRDMSTKRRSCCAVAWSGKIWVIGGHNGQMTLKTCEVYDPNTN
TWSDFASMHTARGGFGVAIIDDRIYAIGGRNSADGFISSVERYDAANDKWVFVTPLPMPCSHFGLVVIKRTSTVINTAAS
PCAND*ILITTIIIIKKIN*ESRAQCQNKSNRNASAGDKDRMRKLRQKYKAHMRLS                        
>Mvib_comp15778_c0_seq2_fr5                                                     
KNQKSNFSMFPESRGRKRRRCDEADSETIEQDSFSASFSNHQTLTAPLSALRVANTILNELRKQEHLCDIYVNCQGRQFP
CHCVVLIAHSSYFRGMFTGSFAEARQWLPAPAVASVFDQHHPQPHYARRQPAQVTGPPPLVSTTTAEAVASAPSGAPASL
PVDSVLSESVSMDIDAKSTTNDNHDDSRDDNHIDNYDKIATLVRPTPTPVKGVKRQRSTPTVPMRRSRRTTRALTSDKST
ATESMGAANESQGALAAAANAVESAALRDSASAKPPTTATLTTTTATTNATGKDNESVSSQSSCGSPAGAATDDEADGDN
GPSSRRKATKHHHHEVLTTTTSPPAPSFPRPPPVFDLPDIDPEAFEQVLAYIYEGECVVSPDNIAFVLMAADRLVIEPLC
QLCVGYLMQHLDTGNCLDVWQLGLDSSRNDLTERALRKTLNYFKQVVQSPAWLGIDLERLIQILKSENLPRDCEGTAFAA
VVNWVRCGLSTEAIERGDTGDVDPAELVQRQAQLDILLPLLRFPLMDPDFLENVVDADPFMKEHPMGKDLLLEAWKFRSR
GKPIGDRSRERAGRWDRVILLGGRRGVESRNMSLSWAPDDREWEVFDPQLPQGRKNCCATTLGNYIYIVGGKMGTTAQNM
RQCPSIRRPIFPANSPWEPFDVQREFSHRSRCQLVASPANDSLYVVGGLNAHEAQHSMYRYNARTNHTSECQHMGVRRGG
CGATLLGHHIYVCGGYDSNHHLQSAERYSIEEDVWEPIRDMSTKRRSCCAVAWSGKIWVIGGHNGQMTLKTCEVYDPNTN
TWSDFASMHTARGGFGVAIIDDRIYAIGTRTYFDSFRFPPDYYYDSHFSFFSMFAA                        
>Mvib_comp15778_c0_seq3_fr5                                                     
KNQKSNFSMFPESRGRKRRRCDEADSETIEQDSFSASFSNHQTLTAPLSALRVANTILNELRKQEHLCDIYVNCQGRQFP
CHCVVLIAHSSYFRGMFTGSFAEARQWLPAPAVASVFDQHHPQPHYARRQPAQVTGPPPLVSTTTAEAVASAPSGAPASL
PVDSVLSESVSMDIDAKSTTNDNHDDSRDDNHIDNYDKIATLVRPTPTPVKGVKRQRSTPTVPMRRSRRTTRALTSDKST
ATESMGAANESQGALAAAANAVESAALRDSASAKPPTTATLTTTTATTNATGKDNESVSSQSSCGSPAGAATDDEADGDN
GPSSRRKATKHHHHEVLTTTTSPPAPSFPRPPPVFDLPDIDPEAFEQVLAYIYEGECVVSPDNIAFVLMAADRLVIEPLC
QLCVGYLMQHLDTGNCLDVWQLGLDSSRNDLTERALRKTLNYFKQVVQSPAWLGIDLERLIQILKSENLPRDCEGTAFAA
VVNWVRCGLSTEAIERGDTGDVDPAELVQRQAQLDILLPLLRFPLMDPDFLENVVDADPFMKEHPMGKDLLLEAWKFRSR
GKPIGDRSRERAGRWDRVILLGGRRGVESRNMSLSWAPDDREWEVFDPQLPQGRKNCCATTLGNYIYIVGGKMGTTAQNM
RQCPSIRRPIFPANSPWEPFDVQREFSHRSRCQLVASPANDSLYVVGGLNAHEAQHSMYRYNARTNHTSECQHMGVRRGG
CGATLGRLRC                                                                      
>Mvib_comp343_c0_seq1_fr6                                                       
GSHSLGFIAFLNDPALCDCAFLTKDAPAPLYASRMMLARSSPFFRTMFSGDWAESANSKDPIKFTSWHAPAVALTFIHIY
SGWLPGTPPPTGGRT                                                                 
>Mvib_comp3659_c0_seq1_fr6                                                      
DGHDQLRPLRVRALGATVVVGLSAGAHHIACVAMDGTVFVFGHGEYGQLATGDLDGEGGGARGGYNKLLPMQLDLTHAVR
QISCGHLHTLALTDSGEVYSFGWGSAGALGVGDRKHRVRPTLIESLQGERVTMIGAGAQHSVALVDDGNASFAFDFAALF
GKAKAIANETVVFVVEGKDIRVHRSIVRARSAVLSAMVAFTERFSRNNPAEETRIPISRKTARFVVFMGLCSYLYSDRVR
LAAFFARELAELAHNWRMDRLEALARKAAQLNGGNGHDMTLSTFSRDLSVLLECGWHSDSDIVIDNQCYSAHSYILAVRC
PYFRTLLHGPLQPVPSPETGRYVFSLDNAPFPAHCLPLVLAYVYANTFDPPSDQVCDLLAAADFFLISELKQLCEAELVA
ALDADNMLTLKEYAEYYNANRLCARINELMARGNNSSFA*TSYRIIIIQTQHNIRFIA*                     
>Mvib_comp12596_c0_seq1_fr6                                                     
F*QVSKKEEMSTRKRRRLGSRATRAYSATCGGEAEAQEELADAEWMPDRGSLQFRLREKGQLCDVTVVVEGQNFLCHRIV
LAGASEYFQKSFTGDFEDSQKTSLELNDLTAATFHSLLRFMYTGACDVNSETVAEVLAAADRYVVLPLRDLCGQYLARHL
CIANCNTVWSIAESTGMTSLVKMCQEKALELFGDLIVHESFFYMDAERLDSLLRSDQLDADEECVFLALVAWARFHDTTA
SGEPIPSAAALAVSAVSNVNALHQAAGPDLNVERLLEAPIFDRPAFMTPTKPALLTRSSALNTHTSFSPSTASTSTAALL
ASAAEPASVEADDDVPVAGSNACKNNTQQDQLQQQQQQQ                                         
>Mvib_comp13352_c1_seq1_fr6                                                     
VRQANAIEQQTGIEGEMLERRFQWPAQQLSDLKQIAVVTTELSTSIDCANSFMNTHRDIVVAAPGKVSGTQVTQMVSDII
KRLLKLNAEWFVTIVMSYRVNLASLKERSVAAVRALMEVLIVKALAAHSDLVGLEHEPSAPMGMFNINAAAHKAYDLLTS
SLVLSQRALNSLGLHITDNERLLHVNRLRNEVIESYPAQITVRERVGEWDMEQLVKLKSAFKPQHQQQRSASMSSTGAST
TDTGGTSAPSGSRRAASMSGPSSAPAPVAITIAQLKQSAMEALQRNDPTALSAVVEEFRESNEDRLPENVMVHLAREVFK
FGSPDCMEAMLRVSEPIHRTRWLAECVQAVSMVSPSPQEDCLLRMIHYEGCSLNDQAGESLQTPLHVLGRRHNAAALAIC
IRNGGDPTIRNAFQQSPLQLFSINLPWPFPTLHARGNHTSFMDLSSFCFDPRFSDVQLRLDNNEVFPAHRLILAAQSPVF
DAMLDRSRGWGESSASEIHLQDLQTAPFKVLMRYLYTGECLFPRDDIATGIDIMEIAR*VIKKERREHANSVFVCTADSS
*ATCLHNANRFCRSA*ATTRP*SCTTTPSATKPTGCGTPPPRSSSSTTLSLMTRTTRPFCISLSLLPAPLPPPPPSVKIV
NFQSCSSNNIARLQGFSY*YIIIND**MGCLTFSKKKKKK                                        



>Mvib_comp13352_c1_seq2_fr6                                                     
VRQANAIEQQTGIEGEMLERRFQWPAQQLSDLKQIAVVTTELSTSIDCANSFMNTHRDIVVAAPGKVSGTQVTQMVSDII
KRLLKLNAEWFVTIVMSYRVNLASLKERSVAAVRALMEVLIVKALAAHSDLVGLEHEPSAPMGMFNINAAAHKAYDLLTS
SLVLSQRALNSLGLHITDNERLLHVNRLRNEVIESYPAQITVRERVGEWDMEQLVKLKSAFKPQHQQQRSASMSSTGAST
TDTGGTSAPSGSRRAASMSGPSSAPAPVAITIAQLKQSAMEALQRNDPTALSAVVEEFRESNEDRLPENVMVHLAREVFK
FGSPDCMEAMLRVSEPIHRTRWLAECVQAVSMVSPSPQEDCLLRMIHYEGCSLNDQAGESLQTPLHVLGRRHNAAALAIC
IRNGGDPTIRNAFQQSPLQLFSINLPWPFPTLHARGNHTSFMDLSSFCFDPRFSDVQLRLDNNEVFPAHRLILAAQSPVF
DAMLDRSRGWGESSASEIHLQDLQTAPFKVLMRYLYTGECLFPRDDIATGIDIMEIASRFLLSDMLAQCEQILSERLSND
T                                                                               
>Mvib_comp13977_c0_seq1_fr6                                                     
FVSLSLISTFVCVTPQVTSMSGAEEIAKLQRHLALLQGEYTKLQQRCVELENQLAAQASLNGTGDPAATDHFVTRILKRI
ETLFDRDELSDVAVVVGGRRIKCHKFVLAARGDSWLADGHNLASVDEFEITDMRYEVVYTMLKFVYTDKVEIKEADQFAF
DLLTASNRFGLPGLKERTEKALMLHANERNCTELLVIADTANAPTLRSYCAGLIVSCWKSIPQEKFDVMPARLMYELMKR
VTNTPLHMSIKQGREDIVFLFIVEFDRQLKTKLDERDSENSQCALDIALQGRRESIAMTLISHGCDPNLTDTSTGETLLH
LALQRGDEYSAAFLIRNGASVNATTSLKRLTALHIATRQGMRTLVELLMQNNVDLNAQDAEGSTPLHVAISNTHDACVEL
LLAGPTIALNLRDNKERTALWLALMAGKEALAKTLVDRGVDCDAPDANKETLLHLAVRNPSMETAALFLIENGASIDVQN
KAGETPLHLACAQGKMIILQRLLAKGADVNVADEAKCVPLHVALDGKHIDAVFALLDSNKCDLAVRNANDDSPLGLALIK
GLTTAATRMVANGADVEARSTKGLTLLHQAILRGDAKGVTFLLENRCSINTMTDANETPLILAINHAMTSCVDALCNRGA
DVNAADANGIVPLWHALSRQEEAVAITLVRYKCDVDRRDNEGASLLHRAIRDGDEFSGLFLIGNGADVNAVCDGMTPLHM
AAQCGMNEIIKLLLQKGATVNTVTSEGDSALHIAIAENNPDVVDTIIQHPGVDLSLRNNKDQTPFAVTVVTRNPGLAYRV
LEQDPQCSEHFDKRGYNFLHCAVDSGDESCVQFLINLNVNVESRVRDPTNVTSLYLAVQRGLENITKHLLNAGADVNTTD
RNGVPVLHQAAALDQPNVVSMLLERGVNVAACDREGNSALHVAVENRNVNCCRRLLQDSVIDVNLKNHRSQSALHAMALG
AGPNSCAVFDLLLQYGTNVDINLLDSEGNSPLLLAFGTGFEPLCAAMVRQGAHVGVENHRGQSLMSNENRGRLQRQLLEL
IPRELPWLAETKLCQGCKDKFSVTKRKHHCRHCGRQLCSKCSCKEISIPKFDLRKAQRVCEPCYESLAMPSTGGGRLT*S
RTRTHTPIHTHTHTH                                                                 
>Sarc_SARC_02238                                                                
MMTASGTNDLVTKRARESSPPPAPPLRTQTHIQSNNLPLVPQPSAMKRVRVEDTSRDQRVWSNNPSRDVFASMCRRSGIM
DDNEHEKDFSIMCTSKAKDDETQEAKRFYIHKLVLRLVSRELNDEIKATTDKKLYLECSEPAGQIFVNYCYLGENVYNEL
KPSNVFEVFEIAKKYAVRPLIKLCENYLHNNRKQRCLALLAYAPEESVAVYLETAKQNFCSLVGAPADVVHLPKQIFKNV
MTDERLMVDSERFVYETVMQWIKANSDGPECAAELLTDCVKLERLLVEEGPKKAEIYTAEMMQVAPEVTQGLWLAAMQNF
FGLQNQLWTEELVNIMRPRCPYGFLQLRITDFSSKPGTEWKGPLTTIVDTQFRLRVSINQTGGYFSSGPVKIRAKVEMMF
DRNGADRYHPLWPYSVDYRIHDLQTPPKSMKVLRSTTPDWVTLTNISQLVNQHHVNNGFMVVSARIARA*          
>Sarc_SARC_10925                                                                
MGQYMSRTRRTRLSQLPRTTAYYATPTTMGAHTPATTHVLIAGDARAPPVTLKRSRTQDDGSEDEEGDKAQIKKRRVENT
YYQVVGDLKHTSEYMFTQLFENGVGSDVCITALGHSWHLHKVLLRQSKFFDCMFSGRWADDSDSNVTLTIDDPNVDVAAL
STCFASMYGDSIVITVDGLISLVASATLLQLDNVLDRCLATAKGSLDSSNVLTLYEAARMYGMTGIETLTVDYLSSRILL
YAEDTHTPPINWLLGLDAALMQRLVVSSTLWVFTVELDVYSLCCMWMYAQIERDTIEEYIDKTSSDDCSKLLKGWSEEFF
SSWAKENKDTAFLNSEIGQRYIPVFRALRLEHVINAIEHLDKVETDAIIPRDWVHAAVYNWW                  
>Sarc_SARC_12103                                                                
MHSSVITFVVNHRAPTAELSGANMGTTFAWDNHGADIPIPVPTSTLDGSVPSSPEAGVGHEGSKIWETHATRIVMPKPHS
TVDNPRVSPSHSWDTHTAHVLIPAPHSMTAGSESSPQPDSATSRETTTSEDVPFAQTPTLAPSSTTGKSVSSLLPGAATG
HRLSGDGEGNRGVCTRTKRNGDGLDTNSEGRVDPDKETSGTDQKETQPSLFSVDKDNLCAVSTYFRSMLNGRFCEGDQNE
VQITSCGARAFQGLLAYLLPRPYGVSQAKSKLGGARPVGKLRKGGELIKKEGAVFSVIGDGEELIDTAGALSESVGEGIK
GATSGTDKREPQVKTEVDGPSRRESGEWKIWARLKPRRDASKVPMSEDCAVKNPMEAASSGQLKRKWTDSDGRKTDSDDD
VVNVDSDASDLHRGKKAKTEPNPSTGIDPQLHDQQTVEEIRVAQSAFAVDSDHNEDLIEDTRWRDDADTTEVRDQSECGD
SSELLDGDVDTDDEYDMEGISRDVVGNYTNAKTTTGGTAPLIRRRNEMDIHNAGWRDVGGSGASNETQSADSSVHVRGPA
ATASIHTHGGITVRIEKTIGPITNACCEKYFYDNLVPEDALALIPVAQQYMLTELRALCIHKTLENLKQFPEDAYQIGLD
TNIEILQFAGIGTVIEMLPQLCEDRRWVPNHRILNGIKSYLADQALHIS*                              
>Cfra_g190                                                                      
MMAREGSSTTDGKRPFTGCEAVQAIDFSAFKRSKTYDLVDENKQWSADPSKDLLTKMIKESNIMQDNELDKDFIVSCQLP
QSTNVKQEEFMFHCHKLILRLVSSRLSAEIRACEGKGMIKLNCSQSAGRIFVDFCYLGRDIFDEIKPSNVFEVLAIARRF
NIRSLQDMCQQYLRNNCLSRCLALLAFSPSSEAEMFMIKAKQSFRYLVKAPEDASNLPVDTFINVMTDCQLNTDSEDMVF
RTVVTWLKKNNDDESLAEKMLEDCVRFERLLVEGNSSQVSFYKNQMKDICPHSVERLWNVAYSNLLALQREPWNMEVMEP
MVPRIPYGVIQMTITDFPDEPTVTVEWTGEPQVALGRKWRIVAKCEVNKGFFSSKPAEIQASAQLLHETEMDRYSHDDSS
WPYFVDYRIHDLQDPAGTIRMDCTSTPGMSVVANVSKLKDHRHINNGHLVIAATIRTA                      
>Cfra_g2309                                                                     
MGQANSSVSDIPHNSLRPRIGHTSLSPISSLTPTSRTIPPTNANKRKRDNGSESDDTGAGKREEKRLRNDVSYHDLEPEL
KHASDYMFNDLFQQGLGSDVCVTALGHSWNLHKLFLRQSKFFACWFSGRWQNEDDKYVELTITDPNIDVAALTTCFASMY
GDNYTISPDGLVSLIAGATLLQLDNLLDRCFETAKEYLDIDSVITLYEAGQAYGHTQLEEYTYKWIEGRLFMRAAWHTHT
HTNTLPVNILMEVSIELMEKLVASPALVVMTMEMDVYALCCIWMYIQQNRSNVTYMLSSKANQEVENEIPTLSSMYYETY
KLNPDNEGVRFLHSSEGLPYSSVFKFIRLGSIVNEPQRLRLMEEDGIVPEEWINTAVRQSWLSLLKLGQVSPMLVEKEMH
AMFDKMAFRLGRCLLNDRTDQWRWTGCYAGLDLVMKYWDASREISITRNNTLHESDSVKLVRCATTLRRVLLRLKLMTFD



ENGHLAWHHTTELIDMALGKDAVVH                                                       
>Contig55830_Abeoforma_whisleri_fr1                                             
LFYFNYFFYFCVSEQNLRLSLLIFT*FLHWKTFSRCSRLRLCLS*SAFFSNELLRMNNNTSSSSRLATDSNSTIGPTGQQ
VGNSIVDLEKSKKTKKNSRAANQKKINLNLKMGTSSPAREFYKWRSLPNHIRGRAKHTLVSHGRSIYAFGGDDSSQMVND
IIAYDIVTQVWSSVKPSRGVPPVPRYHHTAVVRNGRMYVFGGYTGDTQSNSNFENKNDLFSFDFKTKEWIEIVTAGPRPA
PRSAHGSFVWKDYLYVFAGYDGTDRLNDMWRVKLSETVKRWEIVQQQNTPPTNNNFPCALAGDKLYVFSGHSGAQSSNYL
FEFHVATGKWFRLRQLHLLNGGDYPPGRRYGHVMVYHNNWLHVFGGTNDGVLPNQLSSYNLLKHQWVLHSPTGETNSPSG
RCFLSATMLNNTMYLFGGHDLIQVKSRAMHSISFSPFSPPTCDQDYLEMYEQHVMCDLIAEVGENRREFPLHSTILAARS
EYMHKRIIEESKDDINDVVIPNGALLKDKTSQLVQKRGAMFAQGKEKRIRLDDVDGDAFSIAMNFVYSDRIIFNNKDHFD
MDLRSETTVLSASTREKEKMCSNNKTLLVLVNVYTLAARLGLHKLKYMIEGLFCSTVSAQNVLFALGVLTLDKRKEAVTQ
DLKKQCMNIIIDKNNYPSIICTQEFAELEKDLLVDIVRMHQKPFRPIISPAAEPTASWVSPDLMSESENAGPSIEASNFI
RQARKRNNNVHHSTGENSSTFLELTDTTESSLCNDLRNFYANSTGKLHHDIILNLSGVYIYAHKFILAARSKYFRGMFES
NMIENSTSIVQLSIGDIIPTEDSIHSLLRYMYCGDLIMPPEHSMYLFSTPFFFGFTTDRLQSYCKQNLEQHMSPVNVLEI
LEASQRIQATEMKNHALEIIVRNFSEVSKLPKLKDLSKATLLDILEAVARNADNCSCGSF*QMFTLLEKK*NKVIYDAYF
NVWRLKGRRGKNNDFYDKRFGDL*KPLAPMECWIYIFCFTTNENRYYDIWKTAAIRTR*TGDSAEGRVE           
>Contig67656_Abeoforma_whisleri_fr3                                             
LRFRFFFSTATSYSVALSLNPFPSPLLPSSSILHSFYPSALAWRLLPRASCLTSTSLTLIS*LMLLLLFHRLLPLLPLLL
LLQSSPISNLHSYFPAVLSLKDPASTLILTSLSTSTLSPISFLFLSYFFPNSPVIKQNIVNLIKFTLKKKKKEKEK*KKE
KPPSSFF*GVAFAFLFSIFSL*KMSLLISKPVLKVCTLDNGKEITTYEIIISNLSSSPAHEGMQYSDSFAAGGFHWVLGI
RDKRGLFLHYHESNSDDVYIEFTLTTLNRKGKMIKYYFKKESSDNGYGYPKLLQAWETKDIIKASVEFHKVEKIEKVIEK
YQQFVKASSLLPFDNPLFSDVCFRCSTDSTDDQRLIHCSKLLLAGRSPYFTTLLNGSFKEKSLGSTEDPIIVKDTSYDAL
YYVLKYIHVLDESASSTLFSSISFLKEAYTLTEMYELPDLQAILKTKFVPTAVNFGEMFEYADTHALTSVVERILIFAQG
PGRKDLFDSEGFEYINGDGKRELRKKIFKLLIFPNDEKEEGTEKKRKVQDN**LLG*DTLAVLPIA*IVNEP*GKKVRNR
>Contig13442_Abeoforma_whisleri_fr4                                             
FDVIFTIQDDNDELVRSNLLLLKARCPKLASIVTNTLQSEEVDPLTGLIHVKISGVSSENFRFMLQFLYSAHTSIESAKD
QEGLLALANRMGLSRLVALTELYITKSIERKIEKSISKCGIDFFDLLEFSQENNALQLKAFCLHFIASNYSVFENLKKCK
LLEGDNKDYIKANRWPPVSYLQKVKEYEKKNGTKKTK**KN*S*L*NEGP                              
>Contig13443_Abeoforma_whisleri_fr4                                             
FDVIFTIQDDNDELVRSNLLLLKARCPKLASIVTNTLQSEEVDPLTGLIHVKISGVSSENFRFMLQFLYSAHTSIESAKD
QEGLLALANRMGLSRLVALTG*LIPYFYFNPYPR*                                             
>Contig19114_Abeoforma_whisleri_fr4                                             
PIFKFASKCGIYLTPTIMKRVFCHNYSSSAISCFKNGNIFHFHISEHPVVFTKLDFHHFDRKFHLQIYPKNDFVRPGGVY
LHLIEGEPMSIQFRLSALDYQTKTNPLRKDVICTGRARKESHIGNKSFAKKIKEKGYVLSLTFGTEDSPLKNTSPIPALK
TGLFNHARLSDVEILCSLDLQHRPIYCSKNTLASQSSYFQSMFESNFREASKTRGYESKRFKVNAVEEDPEIEKEAKKQI
KEQTKEQTKGKTKKIKKDKTDEEKKNEEKTKKDEKEQTDEETVFEDKTKGVRKDKVLSKSSLASSSSLSSFAEERHVLEI
RDICYEACFLVLQYFHTGKLKIKEATSTLEGFHLVRDMYTLVEMYDREDLKTYLEFYFDPSLENFGPMVIFARLHGITSV
LQKIKGFVILEMNENQEHFFKSESYNIIYQDRNLSDWFFGFMFKK*SIYKPKKQNY                        
>Contig63705_Abeoforma_whisleri_fr6                                             
LSDSGVNERTLGDHCY*IMSFLTVGNSASAPVISSPDPSLLDSEGGVDASEVETITKEWSGDLLKKIFEQEICTDLTIVC
GDVRIKCHRAILSGTSDYFRAMLSGGMLESFSEEIKIPKCEVNGEALQSILRYLYTGKIVLENSNVTQVLQCSQLMQLTS
IIEICENFLILKLSDENCCAILTHCRVYNMERLEKKAMTHLRKRFSHISNSVGWLENDISTLCSIVEDNDLECEEEEVFC
SIIKWVEPRFSPTSSWDFLYNSDNRIKKIDYNIYFNVVDDHEIISMKASQSTSTSEKSSCEFYNGTTNSNGNSNRYCARP
DIDSSCNFCNDQSSNTINATTISDTNLLYWKDKVDQNNNRNSSSNSNKKINNIVNNNNSSSNSSSSSSISSSSSNHNNGS
NSLSNNNNKTNNHNANGNDNLNNNDNNESNSNANNKNGNGNDSFNSYTNKNNNIINNSNNS                   
>Contig68074_Abeoforma_whisleri_fr6                                             
KKTVA*ILP*PWK*QRLCSLVYIICTFPII*KPCGKSNIAMGNSLSSVSQDESETELGFKRKRGAEDITENETFTYWCGT
PRKKSQSTAKYIYETLFVEGKDSDIKVEALGKEWNLHKLYVQQAGYFNSMFSGRWEKIPETKFLLEIVDNNINIEGLNSV
FASFYSDTYEIPVDNMMGVVAAASFLQVDGILDRAAYSMAENISDQTAIEFCKCAEFYGHAEMRRVCEEWVSQCICTGLV
EDVMAKLPLALVTRQINAPQLVVIHVELDVYAACRKYLYLQLFPEKINASKNLASEISAYFRAQPKDISFLETEKGIPYQ
ALFAGIRLNTILNDRRNIDSITNDNIIPKARIENVMALCWKSVLTSGLDPEEYEFEKYAFRWGRIIDHNRTLTWRWMGFS
YGFDLLVTYHKATKELSIKRNTSHQRPTSYHNANTMVCMHPRRSIIAKLMVSNKEEFGRQSYRQMTDVLHLSFSTNEEHR
VMKLDENIKFPICVSLNVLFESVES*FLYAPLRSTTITW*QNERNI*KSAET                            
>Contig68373_Abeoforma_whisleri_fr6                                             
DWQTLDDQDMH*FQKTKPIMKADYKKMEDEGFEVLSVSDLSEYSKTGNFISNLTTKKVTKTTEKRSQLASKVLAVSSQYN
TTTWGAHQCLGPARVYPQYGDIGQTWAQKKTRSSFEYIVLQFDESFAIEGLELEFWETYGCGAITKISCLPEEKNNFEFT
NFGFDTESNYDFYFNNTESKYDFQCNNDFLDKKSEAVEPTAFVREAYVDFEEVWSSPEPHLISKARIFKPELELEFVKSP
KLFTKTILVEINCSKAESWYQLDSVRMTGQTVDDYTEHTSQLDCTRLGSIASDVSKMYLDESFSDFSFVIQGQKINVHKF
IVASRCPDLASLIHRKHQLIIDNFSHDVFSKFVEFLYKDLDCFETGHVALIPLLELSLFMKVEKLTTFCLERLSSNLTAD
NVLYCLINLENLDVVKELCLDFIASNHKKIVPQDQFTTLNSELMLEAIRRISDFASDIS*ASFAIRRISDF         
>Contig9696_Pirum_gemmata_fr1                                                   
LLMVLLAMFQ*IVVGAR*NVTVLF*VLRANTLLRCLLGLKSVLWFLYTGELSLNNENVSYILQCAQLMQIRTAINFCDDF
LSKSLSNENCCAILSYCQVFVMAELERKCLHHISKHFIEIYKTDDWLNSSLECIIKILSEDNLEGEELEIFKAGMLYIKY



QTDG                                                                            
>Contig9696_Pirum_gemmata_fr3                                                   
VDGIASDVSINCGGRSIKCHRAILSASSEYFAAMFAWVKECVVVFVHRRVKFK**KCFLYFTMRAINANSHRN*FL**FF
IKKFK*RKLLRNFVILSSVCHGRIRAEVFTSY**AFY*NL*NG*LVK**S*VYYQNIIRR*LRR*RTRNIQSRYAIH*IS
NRWD                                                                            
>Contig9697_Pirum_gemmata_fr3                                                   
VDGIASDVSINCGGRSIKCHRAILSASSEYFAAMFASNMKEAQSGVINIPYREIPYDVR*KQNNNINNTNN         
>Contig39303_Pirum_gemmata_fr3                                                  
NDDVNDKRVYIFKVQMELLTKQSEYFKAMLNRSGMIESKLRSITYNDIDPTVFSWFISYINQNNLEEIKNQVEP      
>Contig36317_Pirum_gemmata_fr5                                                  
ENENENQDGNKKLEVMEIDLQRRSSGKSLESNDGEIDLKRKSSGKNIENNGFKRKRSKEEVKLCRDSDIWGFAKENLKHL
RDVQIRTTDTDKKIMAHAFVLSCQSRIFLEHLKNNEGICYTIGIGYDYETVQIMVEFFYTGNTGSYALLTPRNVFKVKKL
SIDYEICDLTKMCNQYAELNRNTQCLSLLANCPEVDECQPTMQYAARSFMNVANPTQIVQLSFERLSQLLKHPDLEITKE
SFLLNMLISWINHHKFSIETSTIETIFKEHISFGRILVESSADEISKLSDNPVFLGLEKLWVNGYQQRDRVKQDLWRMEI
LVPLLPRPHSRKIQIVIDGLHLNKKVDLNLSWVIAKKINNRQWELTLELTQTKSFWKAPVKFLTATLKDVDADQSQYSEK
YISYTATYSIIDVVDQTHSSIRLPRCECPHIQKELIETSVLAARQNSLHNNGFMSPHGN                     
>Contig30798_Pirum_gemmata_fr6                                                  
TNNNNNNSNDNNNNNSNNVRNCTWAMAAHKAILDARCSVIRRSLRPDIKTAAFYGFSPEDFKINDDNCQSDLDTLGQDLD
KEKCKITLPSDDTNVIEAFVEFLYTGHCLLSMAKGVDAMALLVMAYRYRLPRLVALCELYLTAAISEATTEGIANSNISI
VNTLLVAIACGAKQLEDWCRHFISTNFDAVAKTIDWEILIDSENQQNKLLTQELKQDRWPPLSYLEDLEQFEVRQAKREA
MKKWPLIGKYIIYKDNKYRKILENEKKTNKELDDGSNIQKRRIQREDTGVYGIGGVQAPLAMEIPKLCVRN*NILVTFYC
GTFFFNF*FVSLFFYNKKK*S                                                           
>Contig59437_Pirum_gemmata_fr6                                                  
TQTQTSTHTHTTKKRMGSSVSSITGYGTNVENPINSSNSNHNNSNNDESNPTESSSENENTGSHATSRGNDADNLNEGDE
LVYRLMNRKRAAENIDCPSPSKEGDVYWCGTPKKKLKTTAKYIFETLFVEGKDSDIEIRALGHEWKLHKLYLQQAGYFGS
MFSGRWDQKSGSAIDLIVVDENINVEALNSIFGSFYSDDYEIPTNNILGLVAAASFLQVDGLLDRCAKSMAENICEETAA
EFCKTAECYNHPIMKKVCEAWISQSLCAGLSESVISALPLELITR                                   
>Apar_comp15821_c1_seq1_fr4                                                     
GCGRTNFFVKDGTKTRRAALQRLPPPKMSIKRCVVCSVCRSGVEL*QSCQD*ISLYHIVLVLVLSLSSRMPM**KVKAS*
SEHSQNQTIQLERMAPFTYDSRAPEDPFQQRMLHMYENASLFHSDVTFKVGGRLFQAHKCIVSAASEPLRAMLEGGNSSG
GYKLASSQKGGFMESTQREVEIGGMSAAAFESILRYMYTGSLCFASWHDAVDVLLAANMYLLDHAATMCTQYLVEHMLPH
NVFVLLEVADYICDETLLKAAQAYITEHAHTLCALMASGDMPGRHVTILIGWPEIHVDEDTLMNSLSSWLKIKEEKRLAK
MAKKDGEARKRSWEELKCWLDQGSNKSSCSINLQTGPKIPCLAQWDKQVSNHPSLTFNQSGDTVRATESNGLTRWVGAVG
KPTRMFPSTKIEFTVNEVGVLGGIGFGVIAGEHDEPIRWRDDGWMLCYWRIAGAPTLCHGDEPVWQ              
>Apar_comp15821_c1_seq2_fr4                                                     
GCGRTNFFVKDGTKTRRAALQRLPPPKMSIKRLFQAHKCIVSAASEPLRAMLEGGNSSGGYKLASSQKGGFMESTQREVE
IGGMSAAAFESILRYMYTGSLCFASWHDAVDVLLAANMYLLDHAATMCTQYLVEHMLPHNVFVLLEVADYICDETLLKAA
QAYITEHAHTLCALMASGDMPGRHVTILIGWPEIHVDEDTLMNSLSSWLKIKEEKRLAKMAKKDGEARKRSWEELKCWLD
QGSNKSSCSINLQTGPKIPCLAQWDKQVSNHPSLTFNQSGDTVRATESNGLTRWVGAVGKPTRMFPSTKIEFTVNEVGVL
GGIGFGVIAGEHDEPIRWRDDGWMLCYWRIAGAPTLCHGDEPVWQ                                   
>Apar_comp18382_c0_seq1_fr4                                                     
SLLG*NSHPRHVISSIHSGKLSYFSW*MNK*KL*G*INVY*CCWVLPNVEPSVLVVCRVYGLTVTLKALLACSRCFRDSF
TSFAHDLFDTKMREINGRISGSAELQSRLGFRQKHEEEERCTGGAVTAIDNVEVVRRMTAGLFDQGDLSDVVLLVGDLRL
SCHRIILAASSEYFRVLLTGPLRESKQKEIRLHDLRPDSFLAAIRYIYTGRIDLDVHNACNLLMVADRLQIDSL      
>Apar_comp18599_c2_seq1_fr4                                                     
HVVCTVAAHRVMLAARCDFFAALLRSGMRDATDRTIHLHTPCPAEPPVLTCILEYLYTGTIIDWPRSLTQLVHTITLARS
YGIVDLIGSLERRAK                                                                 
>Apar_comp18599_c3_seq1_fr4                                                     
VHGMGCHTGKLFARLLEGQDTTLTDVVFVFPDGVRIAAHSSILAARCATLAGQLAGLENGGEKKVKCPSRTFRHLLRYLY
TGTVGPLTPQETSHLLVLTKQCRLVELQRHIARRPCVPARVTQDIGALWLKTRNARSDTISQAPFTDCTVVLHCTSQPGN
DHVVCTVATH                                                                      
>Apar_comp19707_c3_seq1_fr4                                                     
EEAHCHAHQVILSARSAVFRQQLARLRREGCNMRLDLPDMRPAILRHLLRFLYTASVEIDMDVACELFKAADTYGLEELK
LSCEEFLKQNATIDNITSLLLSAERWKVGPVRSFCLDFVLWHFDAVSVTQQFARDIVPKHDLMRDILLARRPFLEKYANS
VGTDAHGGGLSQGRQRRDCIAVSFAAPLLADLTSLLKVSQDDKFVDVILNVGEGNEQQAFPAHKAILSTRCEVFAALFRS
DMKETKDHVIQVPNIRPGVFVSVMQYLYTGQAAISTLNVFELYRAADQYVLDALKHACEEFVIQEITIDNVASFLVEAER
WQVSSVRAHCLGLAVEAFNEVSITASFLDSVVPHHALMLEILQARIPGTLH*GGHSRGIPHFMLPRYCRTPPCPHARDTP
GQDPGHTALGGTLMRCPSLHASSIVSYPTIRSSPRYSRPVNISNFRMYV*RASSA*LFILIPWHDIHPFHRI*KAQDLYR
MFLIYTMGWKGTKEKRYYFFRATQLI*PDGIKEAG*LTNRVPSSALALG*ICPSRCLQGTTKTFLLGTQSLFANRKNALY
VLQITFE*CVTSIVALRPTFDQVAVIYTYIIDYDHEHIGCYAVDQ*ELAKKVVDFYCVPFQPIAHFH*AFWCTKEPGAFV
HDYLTVIRSTVVATIHTEVLT*S*LNASDTSYWTS*IYRRCSTSNSPRSMYLLLAIINRHNIGLV*QA*QIYV*MQRSVP
TRLFTYATRSLRVGHTPVKHKL                                                          



>Apar_comp7266_c0_seq1_fr5                                                      
SAHNGGGNLVTGYGTNGDLPIMAPNGQPPRSQEEISSLLSLLRFDPTSSQAIQAVGQCLTPPGSESMLVDGNGIIGGGRC
NANIAHNNNNNGGGNINSQTNAFSMQSMKRHPIATSASSHPSNWVANQNSQESGEEKLGWGAVVSEVEGGFNTVQANFKR
DMLLLARATFYGEDIGLPDRTDCTVVYDDVTFRAHKAVLASTSGFFRRAFYPTMPTQESTASTVRVHRNVCDSAEGLRSL
LAYCYVGDAAVFSLNSLVSIGPSLSYFSLEEDMWLTSYFEKVYIYYCEDMEEEGEVECSNITAQPMDLTVSGHGAM*LAA
FSNHPPITDRFKCTQLPNTPIHALR*KRIEFRGFLLAVGFGF*LSTVASIWSEGVFGPRFVIW*VVMQ*GGGGFST*PPC
PPGIVLLTEVRSDEGKND*VRSVMITRWFGVN*VAARIHPVYC*VFQRRL**DEICEGMGWSFVWEVLVSYYYKVCVGQI
YRVKSGAHTLM*HA*HQRTLKDNMYITRFATCTQTQKDTSTDTRSRTHIQTHAG*VDFARWNRMVWGE*RIP***MPFRT
CMGLI*TV*SCKIISFLT*RGWFVLLLFVFPPCVHADWRLREVVPLLVPG*LLV*HVP*LLSTIPVHVRTPMNFPTSPFS
PSPCSVCAL*HRKWF*HILSVVLYFSV*DTAD*LVR*NKVKL*ARDLCVG                              
>Apar_comp9153_c0_seq1_fr5                                                      
SVAKNIR**V*LWFSSLSFHFPVPSASTPASAQHTLSSLPSSSAHFNNMAAAGLPPFAFLPPGPNNPFPFSDDDDDSDDD
SMDGWNDDRSLGQLWKRLHTVVWPDTTVGFCLAPNEYDMNECLDMVADPGKARIKKLDPKELEKGECRGTIYVEFSSSVP
LVKWKNKVKEFFANTKQEPTKGGEALRGWINNSQFADVSFVMFSTGEKIYGHKVILAARSEKFAAMFRFHDLATPGQVPS
LRIDCDESVVFLALLEFLYTETISDDTNRALLKLPSKHGYQQLLVLADEYGCPDLVSLCEGPVVKELSVEDLGENPRGMY
GNDNEEINQARDRMMIKNMVQAINLLIFADRHAAARLRSYAMYILLMNTHFTKLVLGDKGTVARVFGAEDGGGNGAVLGE
LRRLVSLVPDDVKAGAWKTTPFGQCHRIHPPEELYITHPEFSPVCVDENEAEKIARNIANGDSARKTLRAILQLDANTGF
GHLQEAKELDHSMRAEVIPETWEVLKTTARYLDEDDFDGMEEDEEENREEDDEEKRRKTEEKVKDVKTKVIAALVRDIAF
TKTTEAEKEMEKMAMMGHPLALIAMRAGLTAPTSYLSVSRLSDVMRDEEGMNGDGER                       
>Apar_comp10452_c1_seq1_fr5                                                     
RASPDPVRGVVAVATALGAVGLLHGLRNSGRIRRGGPQEAAFYRALSGEADHRAQTLQRGDGSGPYAHLYDATVEIGGGA
VTLAAHKCLLVARSQYFQAMVLGGFREAGTPHL                                               
>Apar_comp15715_c0_seq1_fr5                                                     
SRLFLPTLDDYFPAPLKLNPARVESAGVILPAATNMLGTHELQLMQFVKRDNQTKRPQRLLTYSSVVRDGEVFFAFTGPI
RLTESNSTVSVFVKLFDPSRKTPCAQLSYKGILQCSVKDTLSSLKPRLCELARIPCNTVIRLFECVHEHMVNALNEDDTV
ESAELITGDIIVIQPANDEWGTFAECYRHFPAQVEHTVPQPTPPVDQEPSLGEHLRDALADPMFSDVTLKVGNELIQAHR
VIICRLPFFMKLLSLDMIEARAAGVEPITLKELDVHAFKHVLNYVYSGTFYQADMLPTHTLLKIITTADY          
>Apar_comp16488_c0_seq1_fr5                                                     
VFHVHHT*ELRACDAWCGAFFAAYEELFWHIGASTFFQRVGQDFTERFGDHWVTGAHRESHSNQ*LFKMAVYSWGYGRSG
ALGTGADKDVLEPAIVDRELRGKRIVQVSCGEQHTACIDDLGNVYCWGRQREGQCGFGRSIKPLLEPSMVPGLEHEVIVR
VECGHEHTLALTDGGVLYMWGLMHVQGPQVKTQYFGLTDLNEGQRRDMIEKSYYEYLSNGGVSDDIHQSMETVAGFRRHV
VTQPRQVVIPNCPHKVVAMAAGYCFTLIVVSNGDVYAFGFNDKGQLGNGTRFMTEVPTLVPELSHECVVSVAAGTQHSVA
VTRDGSLFTWGGGIFGLGHPVPKDLLTPKRVMALGPDIGRRVLSVSCGAYHTVCLVEGGAVYTFGHGEYGQQGVGDFGER
GARQRSFALPNLLTSLPAPALKVACGHLHTLVETTKGLYSFGWGCNGVLGVGDTKYRLLPSLVTTLRGDKAVALAGGWKH
SVVAVQGGDTTYAFDFAHLVTQTERAWRWADVVFVVEGKELPGHMAIVAARCPLLAARLLMAVRFCGADPHKICLPLPGT
RYIVFQAFLSYLYTDHLRCSAFLARDLQTLAATYQVPRLLTLRPRLVIVHR                             
>Apar_comp17282_c1_seq1_fr5                                                     
PGRCQSVPATYQLPRLVTLSRRLMNVHQNIEIPPSTMGEDMETALYSSSNFDVVLQAVDGSVQAHRAIITARSPFFYTII
EEARFGDATSGKIDLEHTGISKDTLQDVLVFMYTGKRTIIDGGNVLPLMAAADFPVLPAVKAPLG               
>Apar_comp19714_c0_seq1_fr5                                                     
IGGKGGEKEKSRGSALLLLRLSLLGTSVHTLMPHTYCVADSFIDPVPPSRRIPHSWFLNSSPHTRRKQQHTSHCFSARCL
NVQSINI*DQAASFPELLSKAIVEKQSNMQLKEGLFASTAGRTVGEIEKRELFLDLVEACRKGDVERVQYLVEFEEVPIN
VSDDFDATPLYYACLCGRTSVVKYLLDKGARCAENTFEGERCFYGALTMEIRNLLKAAKIVSGLTLLATNSYRQFLLGVQ
ETGLYSDITFSVHGVDFTAHRAILAARCPYLSDMLGSKWAKKTMVTHNKAEIDPRAFEVLLRYLYTDRVDMPSSMAIPFV
RLLRQCKLHELIGHVAEAEKQNKLQLVIEPLRGSLVFQQQMSSLHRLSLPPELRVSLEDGVIEVADVSDMEVEVDGHVFR
CCKVFLCGRSEFFRTISDGFFVQHQATQRQAQGEMENQGPIKVGHIPAEIFKLVLEYIYTDQVAVLPHSMALPLLRAADY
LMLPGLKTVCGTVIGQTLTTENVLGIFGVARTYDLLRLEDRAVMFMAEHLHKVIQDPSFVDLVLEEANSIKNREEIDSIP
IIDEIRTYLDQLYGFADVDSEDEERVSAEPLEFTDPKLQIKQEKLLAIDRLLERLNLVA*FRGHPP              
>Apar_comp19789_c2_seq1_fr5                                                     
S*LNRLEVGS*HGATNQSLEATTPRSHSQSTFPAMSFFASANLFCKGTRYGRYYEEGRLCDVTLQAVARDGTSRDFNVHR
IIMAGAGDVWEALLGGRGFLEEGQKVIQIHETDAETLGLIVRSVYGLEGPVSAEDCVHMINAADKFGMENLRTALSARFI
KLKPIFADNRDLFLRILLGTAAQTEDSSSDGESDSDSNSHETAAKRGKFDHTEQPEQPGDDATLKPFYCVDEAVREYCEE
QVVAEFGILVADEELLSQMTDTIMVRLLEANNLNMPEIEIFRAAMKWSELTDIPLCRPEAVEDCIRYPMMNGAEIAEVRK
SELVCDSTVLLAYRARTEGHIDETDQEWPFKWLCPRFSQEKMVKLPRFSKDIVGMEYSSKKFIICGNFWRLILEYREAAG
QATHAAQQADGQAAKSVGLWVFLCWDGASGDGEDDSAGLVVSYGVRCRSLPGTPQVWDHIHYKARFSWGQHLFMLDLDDL
PPVLAAGGTLRFDLGLCVRSMRSPWGDN*CSRML*SMHRDIIYPPQYLFNNPAIYLPRYFSSYFSSCHR*LLEVCEHTPG
*YTARAQ*GGGWV*SDRQ*SLLRYVMILSVFTGAYREGKLALYNRD                                  
>Apar_comp19789_c2_seq2_fr5                                                     
S*LNRLEVGS*HGATNQSLEATTPRSHSQSTFPAMSFFASANLFCKGTRYGRYYEEGRLCDVTLQAVARDGTSRDFNVHR
IIMAGAGDVWEALLGGRGFLEEGQKVIQIHETDAETLGLIVRSVYGLEGPVSAEDCVHMINAADKFGMEHLRAALSARFL
KLRPKFADNCHLFLHILLGAAQMQGPDPENASDWNSNNETAAKQGKYDQPDDRALMPFYCVDETVREYCEAQVAAGFRIL
VGDEELLQQMTDTAMKRLLQLNNLNIPEIEIFRGTLKWSKLTGIPLCRPGAGIELEDCIRYPMMTGTDIAEVRKSGLVCD



KAVLLAYRARTEGHIDGIDEEWPADWLCPRFSQEKRVKLPPFTLALSHQTNFGKTFAFCGNDWRLMLQYEYDDPDEPGET
DGQPPKKLTLWVYLFWNGASADEEDDPAGLVVSFGVRCKSLPGKPQAWGHKQYTNSASDWGQCMFKLDVDDMPLLLAAGG
TLVFDFGLCARSLRSPWSAL*P*RRYNGYLVAIYII*SDDA*YVFFLFS*HAFSIFRAKFERVLKHVVIHYDL       
>Apar_comp20054_c0_seq1_fr5                                                     
VEKQQRHVVSRSFR*LKPNLISFELFCFFLPPFFFCLPLSSLCSVLPIPIMSEGVRNDSSRARPASMYKSGQMADVTLVA
VAPDGTKQTFQVNRAIMARNSDYWEKLLGTADFLEKRTTTVTIPDIQPRILDMVLQVCYDGALENIDPESHILLISAADR
FCMEQFESRLVKELFDSRLTYTDNQDLLIRIFLGSLQAEEKTGEEENESENEENEEKSEKEKGTAKEPEKRKRGRKTVES
TPKRAKREKENEKGDKGPTGHVPLFCSNAKVRNYCTDLVLANASFVLEDKEILHRLPAGAMKLLLSHDYADAKEIVFFRA
AMEWCKSTGEKFQEVAECVRYPLMSSEEFAEVCKADVLDKKGYRMLVRVLQRTRTESAAKEPIECPKSWMVPRLTNRLEA
KITFPETFSGQKTDRMEFSSCGFDWLVYCEFAKARDTDNFVVHVRPKYRVVDSAHSTYVCAVGMQWKGMPFKQRPQFLHH
SDYFRSMSESCRFVFAPTKEAVGKLKEKTNGEITLYVGVYVKLAG*EDCAGGW*WWFDGGF                   
>Apar_comp39010_c0_seq1_fr5                                                     
GAHKRYIRKLWKGSSILISSETIIRRARLQS*NRFWSLCVCEASF*P*FRIAFSNRLVASAITGQVLCSVAWSCLMPTGG
HVQFGFHGINQVEIIVVL*ILHILFSSINTWKSPRLGTPTKMSKTRPSKRLARHQATAPYSTPSKITQEEGDVKRNSSFL
VNQVGRLFLSKDLSDCTLLARTGKGKGSYKRFPAHRQILGACSDYWRGLLCGQFREAHQSEIKIEDVSADVLEEVLRFVY
CGHVQLTADILVDVIMAAKQFQLDELRDYCLEQVRQQMTPEFCCTLLESTDDLDLDDLKAECRRYLGTSADMVFETPELA
KKLSKETLLWLLKNSDMTVDEYVVFQGVCMWCEAHANDPNDKEELRALYEPFELLVRYPLIHPRELAEEVRLTGVVKESL
LLDAWEHLHGINTSRQPQWMLPRSSHLRWRIPWDKFKTEEKYVDSHPIHINGNTFRMRIFPKGTDGTSTHLSLFVAINKD
AATEKTWRTAAKFSISLVNQVNEAKTEKKNYEAKFKHDTLDWGHRQFVKLSDVVAENSGFIVNNTMVLDTFFEEVWVPAD
TPAESEAEDAEA*FIVFLCVCVCV                                                        
>Apar_comp166944_c0_seq1_fr5                                                    
FRLSPSSRTS*LHKNNHIAEGGSRTPVHVQI*VLAFFLTQSDLALKKGNCKKPTHPSKIHKQAHTSFSKKMAEQGNPTPP
SLFVTSLDGQQERFARLYSERRLCDLVLTAAEEDGSGRKEFHVHRCFLATTSDYWEGLLGREGFVEAGQARVGLEELSAH
TLGLLLNCVYGIPCHVGPRDCIDLINAADKYVMDGL                                            
>Apar_comp221596_c0_seq1_fr5                                                    
IHKAIVASASEYWSNLVATESFVEKE*SVVQIWEVEPATVDLVLRHIYGLKAPMDAASSVAVINAANAFLMSPLQDAVTK
ELLNSNLSFASNRRLFAEIAYFHNEQPEEYVMSGPTGDQESDSEN*NGAMDVDATIETEPNKCFCSYWLFG*RSGSWWLS
IVSESGQW*PKMLGKVGFGQGTTSAGLKNVKLLLPAGSSTQIWSAFVSQCVMYW*CALQCFAVV*EYIRAFLDYKNV*TL
SRVLPY*RLY*P*KKRVGDTISVIALQRFAGLYASLRIPVL*AQHYVCVVLHCVMITLWGAGI*RCIIVCILHI*TPVKN
TWGNNMSTVLRCSTTCFSAPHKQLIFQADQTNK*TVRYFYP*AKSIQICEL*NK                          
>Apar_comp12887_c0_seq1_fr6                                                     
FFDVKIFLVGMSTASKRFKWKTYVHTNSQTSLVILTSPFG*ATNLKGV*RVADNVPCFLLVPLNIFSACRFPHTSSPAGT
*FHH*NIPITYSIVLAP*RRIRHK*PFLGARPQMWNLLNVFTGSGQNPPIPPLFAQGGELGVQEQNKNMKDSDAGDRGLK
RSRSDSSDEEEEVVETAGRPPKKPKRADDFIYQTMFLNGEGSDVTIKALGTEWKLHRVFLKQCGYFEAMFNGPWEDANKS
THDLIVSDCNINVEALDTVFASLYFDRCKIDVRNLVAVVAAATWLQLEGLQDRCARMIEKHLCDDTVMDFCIIAHEYSNR
EMEDRCLSYLELRLFLVTERQLSRLPVHMLKRLVRSAKIFLIHIELDLYVLCRTWMYMQIAPTKLADTATPPKKDQMSKE
SQAYFYGRKSTVPFLETEEGKEYREIFEPLRYHTIMNDPRNINMLQRDNVIPTAWYTNTYKRCWLNILRGGMELTSTLEK
DGTRCGRRLERDNQIMWRWTGFAYGFDLLVNYCHVQRKFTLKRNNNLRPSTFHSGNNLACMHERRKITFQMAVASFSEAG
ENTYHDCTDVMEHEFRQNEDMT                                                          
>Apar_comp16488_c0_seq2_fr6                                                     
ELE*GYHLDLEHLLTGALDRELRGKRIVQVSCGEQHTACIDDLGNVYCWGRQREGQCGFGRSIKPLLEPSMVPGLEHEVI
VRVECGHEHTLALTDGGVLYMWGLMHVQGPQVKTQYFGLTDLNEGQRRDMIEKSYYEYLSNGGVSDDIHQSMETVAGFRR
HVVTQPRQVVIPNCPHKVVAMAAGYCFTLIVVSNGDVYAFGFNDKGQLGNGTRFMTEVPTLVPELSHECVVSVAAGTQHS
VAVTRDGSLFTWGGGIFGLGHPVPKDLLTPKRVMALGPDIGRRVLSVSCGAYHTVCLVEGGAVYTFGHGEYGQQGVGDFG
ERGARQRSFALPNLLTSLPAPALKVACGHLHTLVETTKGLYSFGWGCNGVLGVGDTKYRLLPSLVTTLRGDKAVALAGGW
KHSVVAVQGGDTTYAFDFAHLVTQTERAWRWADVVFVVEGKELPGHMAIVAARCPLLAARLLMAVRFCGADPHKICLPLP
GTRYIVFQAFLSYLYTDHLRCSAFLARDLQTLAATYQVPRLLTLRPRLVIVHR                           
>Apar_comp17269_c1_seq1_fr6                                                     
FFFRLIST*L*LYEPRISFICEHQLISVKHVRTMEDQITLEPFGHPSNFAQLYEAGKLCDLTLRAVGREGITQDFNVHRV
ILAGASTYWENLLASEWPVEAGGAVVCVQTDPRGVAGLARASYGPG                                  
>Apar_comp20104_c2_seq1_fr6                                                     
EPPLGVEIYEGDMHIELRPNLPYRLKDHPQALHPTKEAFPSLEEDIGSMRNDPEWADLEFSVEGINICAHTAIVCKRCPY
LSAMVRHASRAKAMSMPTTAG                                                           
>Contig1926_Corallo_2_fr1                                                       
DTTKSKVYGQGSSKLGGKYNYSWKPYA*NLEGPWEQKQRDISK*PSRGVNIFIDTMSEHEQQQQQQHLDEQDRAEESTPL
RAENRSSSDEDDDMEGLPQQARRMHFDTQFIRLMSAFISVGASTEIHTNQELLEQLRMRRALHSTRVQNAMSRLSRGDFV
PEDQKGEAFYDCPIHLPRYNFNISAPHMYATVLEELNIEYGDRVLDVGSGCGYFTALGSWLACYEYDADSDIVSSRKGRG
ICVGIDIQQDIVSFGRRNVRATLGKLLPTARWSIGLHNVLLPTFDFADDGMFDKIHVSAAITDEMIGPIMILLAEGGTAV
FPCGSELLKCTRKDGTLQFSSPWGHKARKGSNGLALKRSETYSTASIASVGSPPQGGDDMAECSTGFRKRKLKVPSPSSN
GDDCENVNRMRGISVSSTDVEDNWEEDDAVRHPREQKRREEFIAWWNRMRTGLPSHSYETKVISNVRYGDLVPPDSAMTM
HARFELERLYFSRIHVTPPLTALEQKDLTDASRELEDCEIFLAGGEMPLAKCHRSILRRRCPMMRARFDSGMMDANDSKI
VLDYPGADAMLARAFIDFMYKDSMPVGLDADKMILLLGMSNYYAVNRLTEMLEERLSKEINADTVVELLVAADMHGAYQL



QNACISFILDNYATMRHDGRLNELPPSLMLAITDEAARQLSEIRSLNGGLQICIHDEW*VSTALDSKSSQAKMCPRGFPP
*Y*LFSMVFILFSVSRHCKNICCIMNVMQPQRSDYVNGQGPSSCLL*ALLLSNQSRIAKRVPSVTCCVLAREL*RLTPPN
KFPV*NLALTCRAEGGGSTRYPLQDRLEVLLFWITS*MHPASSQAAASVSLGDSFRAIFLRFCDSFTW**TTKWCLEGRP
SHSFTGYKDSQTPSIVGLMERSWAKSMPVSSSTSRSMASTRVSPLSTWPPGGTQAWGKARMFLARRVRRMAPSALSTIQQ
TARLTGRRRYSAGRVRPCAQVRSAGQLRL*PRGILPLELRLRVTSP*PS*ISQRSVP*VIPRGVATTCSINIHRLKLICV
CTTLSI*TMMGLSSR*ALLEGRGTSAYCSIPAWLSL*GSLGSYFVPVTT*GGIFCVEGFRGRSLFIKLDILRGIGGGD*S
PDWSSSTIVASSLSELALDIPGSISFSLSSLCE*IGESSRA*GGRIGCAAKIACSCKEIAWAIVYFG*EYWFK       
>Contig3889_Corallo_2_fr2                                                       
GG*EPGGCTFQTLICSEVQ*WPRRYYLEFRSDHVHQGNCARCCESTPTHLYGLVLQILESVAMTGSQSQNGRSDELTSQD
FDHDHRTIYRNALGLNDEKSTKALKEFYGIEFTSTTGTNVSDTENEQTNIAEAKAEEVPNVDDLQSHAQQFSAVQTFQRR
KGYYQPGVSPFDLGTEMIKGRPALKDDDADIEYAPEIDYDEDEGFEYFEDDAFDNQDLRLVTAIKDSDDAEEDTDDMYMA
CRKGKVDRVAYLVEVKHHGVNSRDRWDSTPLYYACLCGHLDVINYLLSKGARCEEGTFDGERCLYGALNQGIVKVLKRYK
VATALDAFHEALRKAFEDPQNTAAETKDISFHFSLSIKNDPHNSIVTTETLSAHRCVLAAQSQYFLDKLQGRWRAKAHVH
LKSELLEPKAFNALLRFFYTGRFECFRRDFGAVRLILKQAGLLLLRDELEAIDENLKPEEEMLVVQKRTEYGPLFAACLP
EEFLGKYADSVLPALKNFARTGTGTVVDDDTADDTRQSPITDQNVPGAGADTNDKPGTAVESLLAFTSLIDGFIAFADVV
FTVEGHEFPCHKVFWISRSPYFEAMLGNEGFMEGRAVERQGGDSDGEREGGLVTIALHDISPTIFARVAEHVYCDYVSDV
SIDELMPLMKASDLFLMSSLKNFCATIMIQHVTKQNVFRMIEISRVYDVPRMEDHCAKVLAQHLDELAHTKLFHGLVLAD
ATAIEGRQETDSIPIVDDIRFHIDRLYGTAHESAYFGASLRKMQRREELLAALEKALNALGLDV*QGTLSNNHTNSKWAR
ALVVVVVNKTAYQTM                                                                 
>Contig3001_Corallo_2_fr3                                                       
RDYRKGYCPLVLTVFSAGRIVCRQHLGTWGAVVLLPT*GRVPMQVLSTL*RRIR*DLSYSHAMFCSFVLNGTVQDRRYPV
AGQINEKSGGSIIFCATARANIKIYFYSSASPSEAAPYEILLGGWKNTKSAIRKNDAEVVIVDSAFDADAKLDSEFGDGT
WFWVQYWRGCISVGKGELGAHIIMEWRDVTPIQGIDSVAFGVWKEDIRLDSVCLAGSVPTTLYLNETSHLPAFGNFSGYD
STELSTAFLLGSRDFADLSIKVIDSSAKGTWTDDIPLHSAILYPYIDELIDVNKAEDFVTKWIDLVHEKIQLYYEAKDID
RGRRMGHKRRQSGSNTYAKIPQLPVKKNIIGHVLAYIYGDQRMDLSQEEIEPCMECAQMFGMTSLAGGLKELLAVSRQGA
ARNGVVSHDATALRSFKSWRFPMSTPDRPTFNITTVYGGGNMRRYRLSTNWKSLDRHLKVMEVFPTDMVITAHNECIGAH
RAVFANESSVVHAMMSGDMIEAKEQEMNVSEATGDVIEVFLRILYSSLDVKVVNNIPDIETALSCLRLTDKYLMMRMRGL
VSEYIATKLLNTKTVTGVLAWAKRLRCPVLYSRAMLYLKNNFQDVSLEEAFKELGYKELLNVIKYDDLAVVDENALYDSV
MLWLKAQNPDFERDESDKITALLSCIRFPSMSMTKLEKHLLDRNIYEVEREFILEAQGVIAERAAARARGQLSSSPTALA
VSPISLAVMDTHGNAVQAMQAAPSSTPNTMNTSDEDLLSEVRGTRPPTFTGQRIELKPPAAGGHMRSRLRTFARQDRPAA
NDGKTIVRAPPAPGTKITTNDTLNGIVYALATNLNTSDWIDPHNHGRVTVKLTAPEGPFVKAANFVSKNARVRNALPGRT
AAVTLDLGPKCSANVTHYALRHDSENAGFLRHWCFEASNDGQEWTLMREHRDDESVNYAGQTVVFRTHATLAMKAPSSGG
SPGSPLSLGATQPAAYFRMFRVRLLGPNNDGSFAIHCSTIELFGTYRSEVMIKS*SFMYS*KLILVFKEPYLELFTCKLV
RARP*PAFRKASNAVSKPLDRRSTL*TECVVPYRPCPHSHPRPYLTSCQILLIDKRSCCPVCAASSFQ*SSADSLRLS*N
QPKQSRPVHLPCRGSPNSICRTVSGPGCVYLLP*W*AVLPGARSDGTMTGDSAALELLPSFRYFLSRPLCMQHFHILQ*N
QASPNFICLSY*RNPNTKIPLMTLIPLGITALINLTL                                           
>Contig5630_Corallo_2_fr3                                                       
TCSFLVAPLMSM*RERDTSKRPSTS*ELGIMDDDVTADEPLGHIVPLSVAMDHSRQPGYNDLFVEQLRRFREEGLFVDLT
LKVVYDGPPNLDSFVDEYMSASITTPVGTNTGPIASTSPLQLSASELFRVHRCVVAAYSPVLRQMLSGPWSENESDEIVL
RGIHPRAFRNFVNFCYGQRNILASPHSAVEDVVDQLGRTSLDTDTAGGQRTAERDPSPSVTMTAESLWELRVIETAQFAD
QYHVPGLSMECEEYVRQAIDSDNATVLLNAALAHNLQNLADIVVAYLKDHLHEVQHLRKIPQQVMLDLLRSSDLNFDEFY
IFIKLAAYCLVPLEPEDGDEEEDGTQSKRLQEPDDDQQNRRKSNDEDEEDAPVSSTQLQQPSTDGDPELWRSIEQMSLIG
ELIEDMGRDPPWSYMNKAPTSQKDSYTEAANAVQRGWKAVDLEFFEQAIEEIDFDVMTVDMVTVASDIMRLFGSTVGKDA
IIRTLLKRSSPQINAPPLQVFTRQRHFEVTLKVDLDMTVSYNKTDLPKGGFWNNGTRWFLRVFPCGNRNQRALSVYLLYD
KGVNGHSQGQSGAGGVPYGAMPSEQGSDMAPSGGGGAGQRGGATGAHDMRTK                            
>Contig6577_Corallo_2_fr3                                                       
SSAQI*LQNGNITMTVTTGSGPSKMTLREQNSQNYVAHGSSTKKKKAKRKIKNTCQDILGAETLQYVEKFTHGSIRVLRM
LSLRTDMRRLWAASAKEQISQPLLDSEVDLYFRFGHSNYVGCHRAMVLALCGMLSDQDRNGIVKETRQDQEPQIVDVEHL
LETQRHASLTAATYIHVFRKLLRNLYMGDFKLLEHREVEMSSHDLNVSMEGLHKVPSDDHTVPDASHPRLSDTTMDNVSQ
PQDSDDDMDGEIDWNAAWVQDALHRHLALEQQRSDELSKGTQRGNDKVKQASGTVPNKSVGRSWGSSEKEQRVYTAFTSD
HALSLQNFFLQALAAAIVDMPEEYTAVDSVVQKYKESVAGTDEEDHMSQVEIVSTAIFKFLGSDEDIEGQTSVQSVGAVA
QPPVQAQLRSLYKHPVFSDVCIRVRGGDVIHVHRVVLMACCPYFRMLLGGPWMEASTGVIDLTAHEPDVIHAIISFLYCY
PFAFMVDPADGQQLTDAVEADLSTTEPDRILPIADLFGLGALKKCIEYYVMNVTCHGVSNPCPICLPEWLHWLGTVHNCN
CSWLENKFLKEIAANFSKIMSNRAYMEICPKHIRAEIEAEIRKSLNLNTLLDHMAAVDILLAAVGHTGRWAQPVVNFAKA
YQQEINDYCIRQLDRMTSADFEKILKSDRTGHMISDTFNTLMESLSPQTACSTLQTLHRVSGIVSEVQNEELHLGMMLDR
VIEYVAGNVELICRHEALKKSKKTKQTGRRPNLVPLDECLGFNDELVRRVTSSPGYLPILAEDVRHLSAQHPLQSPAPAS
ASSLTTIECQLIEDHRPLSRSGLKPTVPASAKQQGLQGRSPVNALDTISASQPPSSSMQRHRFVTHRSQGPDTDETFVVG
DRIKTTTSGGRTGTVVFVGTVHFAKGTFLGLRLDDESGKHDGTIDGVSYFSTEPNRGIFVRAASASRQPVE*EY*YKIG*
EFA                                                                             
>Contig858_Corallo_2_fr6                                                        
CWRWRCTKVSTTSPIQRF*SYPRHRI*VNNVRNMVSPVTIAVLAVIVAIVYWKVFRRDPRENSVFKGGKSLQSIPGPEGK
PILGVIGDFEGDCFHRYVYDLHVKYGPVVRIALGPSTWLSVADPSWVSEILHDKRKAFTNSDVFRNVFGFYFPNSVICVE



GDEWKVHRRIVHSAITAMKPAKWLPVVKKVAERRLDPVLESAATDGHAVDVEDAVGSTLFESFLRFGYGIAEPDTDQGKE
EEMQQYENAKVISGSLSIRSMLPVRALWYLPTEYNRRVDASYQGMKEYVTRVVNARKEYLDRHPADASDNLLDGLIIASQ
SERVSDAAVADNVMTLFFAAYDTTSNTFAAMMSHLALNPTCQERLRNDLRAWDRNTAGDVTLLADEVPYLDWCIYESQRL
HAAAFAFARTVTEPVQVAGINMPTGTYCLINNMFMGRHAKQFELKDSGLIKADSSALIRPSNVPDGDDAHGFRPERWADD
NLRKRVNLEYAFNPFGAGGRMCPGSKLALNEMRVMAANMLMQYCFKPDPENPIDYTCRLAMGPKDGGWVLVQRVTPADGA
*LVGTFFPRACANAIRIVIIIRSRERIDRLVTFCFSTPPP*LSLNKPI*FYCDTTITEHKIV*GDILLHLSLPATTTYQV
RAVEVLTLSGLH*KLA*MALFFPARRPFPRCCCSIVRLE*MDDESCCIGCSWKSTMDTPRLAWTR*PCCACSCWWSATGM
PRLG*ARWLWYCACCWWWSATDTPRPW*ARWPRTTGGPSVCRRMASLFE*YEFSVPTDPAGDDGTAWACPTALAGRRRMA
ARLE*CELSAVDDFDSKVSRLA*WRRIASSVVIVPCMLSVPRLSAKCTELGTEAALVKLWFSGSCPYCWGCCCCCCCCTV
*RSSSMFSYGLSSSFSLSSSGAAAVVLRLRVVGTT*PRSSDDFFFVCSCPLPGTALRSSPLLLPSLLPLLSLIPFGAVVW
LPLRPPVNVEYGLGAIAPCC*SWYSPNSRRSTASYSLTGLKAVPS*VCAAS**PPLAVQAGLGSECVLSEGVETWRL**L
RLWLLVEPSIEESKER*EYTSDVRNLLLPTRDI*TTLRFGSKSARRFRRRCERMYKVSPIAATTTAPPTEAPMIIYSSVL
LLEVEPPPSGFTGPFWSSVCILINSNSEIPTSVASVPSEIVDEYS*LYEFTWLASTLTTVTS*LSDAVWRRFLLL*TFER
SCTVTKFSSTS*VAAVLILRLVVSVPSSG*DALIIIDTRTNFVAAVEVLEVVVVVFDDVGVVEVVVDVV*VLELVCELDE
VEVVV*VEVVLDVEVVVDVLDVDVVVLVGGVDVVVDVETIWSLDKPLQDMFFRMIMP*TDALNEAAETAVMSAGTVDSIL
RHLSSILDETSKSTRGNVTPRAAKAQVAGIFRNFTRTLYKKYVNSIPSKGRHSITAQDIQGISSSLHEQGWNRRLKQTFD
LVLGPVQGTDQLPAVDKAQYNDEATATLLAGLEDLVCDRDLFEPLFTTENLQIILLQLTKPLSVGTDPTGKAALHILSLM
LTYFRIGTEIGAEKRRIMLLRPVLRELLRAVITTIEDYSKKLLHERAYRVVAQVLPHMDSDVKREIWDNRDFLRVWQHAL
EMYLDPATDDLHVEIFASLSSQVEVRGLEDQWLKSVHLLLQRVVNVADRGRRLRGLDATLNGIHVLDSNGQGVRKPLIES
LTSKVSSTSGGAGTNEQLLAIQCLSHAPRALKQFRGESVVLKETNSIVTSMIVNATREIVNNGWALRPLHILDHCCTYWM
TLYENNIVSTRDFGLRNATTLKEQVFGPELMITLLRFIRSTYPLSATQGVIKLMFLLFHIDSYVAQMKVPVHEVFLVVVD
FMKTIKNRHDNAGHAILWAPEDPTFSVLLHGAILGAKLTSMMESIVMEQQEVRNAIHQLRALGAHSTEFEGQKGFMLFQT
YIALAMAHMGIYGIEDSIGRDLSHFIDNPLLHDTKIVGGDGLPLYAHKAVLSARCAIFANRLEEVSAATQDGVVTLSMTS
MPRRSLLHLLTYIYQGYVENLTAGDQENLLTVAKKAKMKALRDLLSLKRPVLTDLRTVSADMQEMYLADRLCDVCITGFR
DMEGRDIEVRCHRIMLSLGAQYFSAMFHSEGVDDAWQEANTGNVSLGDFNVAVIRACVDILYNMPMEAALHGDVALSLKT
ELLLQWVMPTAPTILPQIQDYTAHLCEDLIQDGNVLEYLWILSSGTRNDEVLDVYLNCVIRNYSKVQDTAAFQDLDNRTR
QMIHQFYLESAKGT*ITGLRIDRRFTNYTHSCNRL*LFRRFYA*FGASFSVPCGLCGF*CDAACSCSSVKWVRRIVGGKR
TVNVYMENASVMMRPVCRSTLVGRSRTRGSKLTWKPRSVSTSITISTNPSSSNAGLSLRTRQIPAKQCLRSFGTKSDSIK
RTALRNFVGVFCW*PSRRPTRSALALRLICDAKGTTCRASKVSSLSSMLLWYSNCC*MLRWTVSSEPWALMR*KGKCFRI
SSRVS**SLKIW*RLRIRRSS*SVARSSFSCPCPESRTRLLCSLIWTPRFS*RSSDSFSVT*STTTRCCGRGNSSRRAVP
K*LLRSCSIRSFRRCRHRTCTFVRGNPSTNAPFWYSSRSKVRNSSSTTSASPIISPRSMNFWKSAFLSRSLMTIASDAMP
RAFSRKPVLAPLPAPGAPFSQIISRGKFIFSCPNSFSRRPQT*SKMTLASLISRRPLRFSRFSLRRSSGSLSASTAAFTP
FE*KRRVAKTAPIVEICPTEEAGRMS*RCDIDDDANRGRACLRLALSTFMVPLYIQHAQNPVLLLQHAINPQRNLSSMLR
SHSYRSNC                                                                        
>Contig3275_Corallo_2_fr6                                                       
*SSG*QAQEVTCPIAMAHALERITRWQQDELTSDIVAAAVHGRLDVIEKIVSHVNHAVGKEVLTNVQSMSKISQKVKEKQ
RVGLKAVDNRGLTALHVAASCDQPHLVEWLVENGMGGHEKDTENGWTPLHRAVYHASIRSAVNLIASKCPMYATDREGYA
SLDLIALDHKADGLQLKAPGNAFSWGLNSNFNLGHAEADGHAYPEMITALKGTQTRINDIVVAKYHTLFLTEGGQVLSCG
FGRGGRLGHGDERAYLEPTLIKSLSGMKVVAVAASKSHSAVVNSSGRLFVFGLNSEAQLGIPPTQEQKILMPQAVKSLKG
KQVIGLAVSNIHTICFTCNEVYSFGSNKGQLGHARGDDRITQPRIVSYMHMKYPSIVAATASEDMSALMTENLDVVIMRN
YNCFKLSLPFSRFPQEIKISRREKFTVSRLVAAPNDTLFVLNMAGDVWFWKEIEGVGPVMQSIDWAIPRRLRITDIAASH
DKLMLVTDLGHVYWAKFGDVLKAYRKRVPMQRVEMIDHVFKISTDTSGGRFGALRSIIAGRNADLNLLIPQSNVRKDLAH
LLETAEPGDGVTDIALVVGEGKELRFAHKFVLASRSRRFREILTEKKGEDSWYSFTVESPIDLSEALEESVADWVLYYLY
TGQLKDEAFNAKGKDRAALLKAADALQLPALSSLVNGRMRDDPTLSFDLVGLEDFCDIEVRIGDQDTVQLHKCILVARSQ
YAHAMLFGSPWSESHTAEGATIGLPTHTDRKTFEIVRDFFYTDSLDLSEYDLQQLFNIMAIANEMMCEDLKNLCEFNIAL
MLDVRNVSAVIDAADVFAAENLIDQCLRYIYANLEYLLSHRSLEQLPMELLDRISYEYRHTGNKILRGGIGVNTEVIEVL
DEIEPKRRRRRSSRLVSQGESSESSRTVTPSASPLLSATMAKQAMATPLDTFSLMSVEDHAQGQGQSNIQCSPKTKQQSI
GGGSTVPSIKSSEDWDLVSATGRKNKNRVKHKTRTSLESVTENLLSPDRGGAPSPALKARTIDSHQNPLQVTPVKSGSAR
GKSTPSSVPWGGSGSRTGVRKTSLREVMNEEVSHRQISPGSSMSVKTTPMKDVRSPSYAGMPSWRRLAAPSAQEDAHRVA
SRVMENAWGTNNTASPQGGGSSNKPGSMAAATLGGPVPISREFMESHVEPRRSKMIDISPLVREKKKSQREREQDAREQA
EAAARAAASAVKPRGWGSANRTTPETSPTPTGITCVTGTHIHSSLSDSSVETTPQKVYSLREIQEQEMHAQEQLRLRGYS
SNVTRGPVKTAWASPTLKVTSQSLAGRGRRSLDVVQMEDNAIKQLAVLYKTDGSEDDYIEIQRVSETPLAQF*ERSLQ*K
AVTCNLDNAQNC*RAMSIPDRRK*KSRIAVHYRLP                                             
>Spom_NP_593682_1                                                               
MASQDQNTGTTHVELQGGENSKKLFSKYDLWSKAMDEKKLSSSLFTVNDTQEFLELCEACRRGDLEVVKSLVENYNTPIN
QVDQFDYSPLVLASLCGHEPVVKFLLENGALCERDTFQGERCLYGALNDNIRRMLLSYDITKAIDESQPYASHITSLLSN
SALHFTTDIVFAGQYGRVFAHKFYLAARSSYFKSKFSKLGPSEHEIEVKHFAKEFESILRYLYLDTNAVFTKQYNNALLS
IGKKFQLNDFIALYEKDREQLHSRDWKKIQLAKTQNDLGEFLDYIISNYKVPIESLNQPSDQYSFHDAYLQSYTHRYPVH
RAIMCRCEYFLDMLAGPFLESNQELPVLSLPFSSSVVEIVLKFLYTDKTDIAPELALDVVYVADMLSLDKDRSLKSLASI
VITKQEEPIDSIYDILRTAWDTSTPRLEQYASEYMANHLEHLIDDPEFCELVKESADRILQRQETDTIELIDDIRYFLSK
RFGIYHEDLCIDGVVDTLTPYESEYNQKMEMIDDLLDKLELQA                                     
>Spom_NP_596074_1                                                               



MSMNSSTEISQEPSIMKPVSSISSFVFNAGFLQGTFSDTTLIIKGETYHLHALFLGRSPVLLQKLIENNPKGDVHYTIEV
ETEDPYVTKESCLFVLSTLYCDSPRIPAEVNVCSVLAVSDLLGLDTLAFEASSLIEKSIRPETMESVIRFLDPNFEGLER
LKMGMYPRFTSGLFNKAIQVMYNTLVSNWNTEYARLLCNLPFEVIKDLLESDKLTVGASSMARYKLANEIVKMRASFRKQ
NHIEGKGDESVVLAFDEGSRGIQLVHIAPGAESRRKIWKATSVR                                    
>Spom_NP_587711_1                                                               
MSHLLFAYYLCNDIRSFQNLLKQDDSKVKEPRKGFSEKSGQKLRINQKDRYGRTVLHIAVSENKNSFVRSLLQHKGIDVF
VQDEESGYTALHRAIYVGNLEAASLLLSKDPSFRSLRIKDKEGLSPFQFLSRVLSSTIHPVLDLPIIGNELYGFGTNVNN
TLGIANGKEPSSPERVFLLKNQTESPTSGQLFSRDKILDVQASKFHSVVLTDEPSQNVYVCGIGAGGRIGFNTDVQYNFI
PIPGIIHKVIQISVSHTHSLALTKFGSIYSWGKNGSGELGLSNDELKKDDPIQITPRRISAFKDYQIIGMAAGKSYSVAW
TDTDIYSWGLNNGQLGISDHISVVSTPRRVAGLLSPVIHAVCTTRATICLLQNNSIIAFCNYNQVKLPFNVDFGSSLKVT
KHPLSLTRFNVRKLLASENKLAVLTELGEVYEFDMKLLLDRDSTSSKNSTRTSFKFTPLWIFESSDLAALDIAWTADNSL
ILCTRNGTCWKRELRSKKREKSSSSPYSRGPYKYNRIENLQMVVGVRASASGSFFAIRNDYLPPPIYKPSNMLIDLLRSL
LPYDHLLHVRQPRLIPPEDEDGVPIFDEDRAASSNEMQLLFEGSIPILTSYENYKQSFSDVTIYCGTSMFHSHKFILCAR
SSFLRKLLLQKKKSSVSNIIYIEEITQSHSTIRVEDIPPLAVAILLHYLYTDTLLSPWHLDSRFSPLKENLSKLANLLEL
PHLAEVLPFSVSRQPLLSLTNDILQLYNNFYVLCEETMDTVIKLKDGELKAHGLFLSLRSEYFSSYFQFVSMESNSFDIP
ITVNLSHLTVEHMSIVLRHVYSDLKVELFDDLKESDFHNWLETMFEILSIADELLFLELKSIAQQSLLRFLNLKTLPTLM
DLSLSYHAEELYSRCIDYACHNIEFFLEANRISEWDGFHLKKVAQRLTELLSDQRVHLPSSKIANRLLIRDPVLMEKRNY
ELKVLREYLFSQESSQLWDDSPYRSIFEDRRCSTSAVILESGIVPSSNQSDSLNKEDAEEKSPKPNVVNVTSITKTAGAS
VEIQNNIESASSGGDKTQLNGPGADQPVTATITFDKTSPWRNRENLSHNNNTTRASLRELLEQEKADASTTTVLSDSRFM
KAPTKKSQREKKKELSKQVPISKTNVGHIDIELGKSNHSNPWSVATHQRGSFSSSTGVKKSFNGILREAAREEGSSQVIY
QESKKRISNGSPTSWNLLTKPSPRSASLPKNSQPLSISEIMTEQKEEIESQKRRSSFRKTIEEIQQEEEFQKWWEEESLR
VQKELGILKTERDTSTNRKQGQASKQPQRRHRKEKDSKVSESTAEFKSLPIDIPRTTHKKGKARAVK             
>Tmel_XP_002841253                                                              
MALQSDRKTPISEEKNGPLEGLKWNNWIFKEGIVPLYLLFLRHLMKLHGTGGYRFWPAPPSELKNPDHASLTISTEFWKK
VGKSLYDLYPQAPPPLLTPRKSQSQATENLSIKRVIFDFLSPGQSKFIVPLLMQLGITNIVTLPPTIMKGLTGATTDEVS
LLSVTPAYVHDILRNPTRCKLLQDHWKKDPGNLARNTSMLLSFLLQDTSEDCLTGCSLLPLDGGSWGTFSRKSTSQIQYF
TSRTPLERSILEITDGRLVSKDLECNVINGLLEKMNISLLSFDHIPSLCRLVESKDPEYRKTWLANVWEYFTFCVEKDPA
YMDYYLKSIESLPVYCGSVVGKPGSLRFLTPLSFASGSPPAIIDPNIPPSEKGKSALFQALNGLILVNRSTFPKTGLIAE
SLSWPQGVRRLIKSIGSLPSTIHTAHSLSQIFSGMPAEGVEALSNLILPHISLLLNEDYSLVGTLKQLPIWPVLSSSFQS
AEKLKLAPHTSLTLTRMIDQTTFLRPDLASKHRDELQKLGVPQLSYLDFLNNEVGLARGYLPDKKIGEYRKFTEIVYRVK
PGIFQSYNLAVNGDLCFCLPITLYDSSVHLFQAAFRDQEGSRFLHKELVGSAIWKAFLIQNISGPTYIECARSIERRNNR
TLPDDQLESDSCTVFNHLCWDYQEMHSWPVSAWESLSNIRFAPAQEAITSSGHSQLRSNQGKIFRQRNRLIALSEAVDPK
FEGISWSQKPVLPVRMGPLALGKITSNKPMITPTTVLGHLEFLASHREIITKAELPPRISEIKKAYEYLEEKVPAYAIPE
SVPIWLNVENEDLVGMTPETFRNSWSCTRDLCLNSNYDSGEIKRVRSFLGRFHQLLVHARVRRIIPPPSIPEPGKTQSPI
LEGLLNLREQKALFDVTITAPPQTFKAHKVVLASVSEYWKGMFTSNCRESSTAEISLQDDPSTVKVLLDYIYTNKFIKPP
REDDVTRQLENLLDQLEKSEKWLLPSFQHSMENYLSDPHWIRPETVKPILRSAKMYKADRLADVCRKYIENNRVIVERES
PNEE                                                                            
>Tmel_XP_002839204                                                              
MPDETLGDFCFDTEDAAEPRAANAAGCPRQSPNMRSSSLQKSRLKVSSQVLCLVSPVFRAMLGPSSMFKEACELRASTSN
YRLQLEDDDPEAFVAILYALHCQTEKIPSSISFEDLFHMAIICDKYDCALAVAVWVEIWTAGWREFAFETTYSEWMFISW
TFCLPSIFEPLSRKIVMEGRYEDELGQLLWGGRSLDEVMVPDPVISAILQLRSDAIKAILDDTVSYLDLYSNAEGTMCSY
GIPECDVMILGSIVREFRKRGLHNREKFLLMSLNDVVASIKGISIYFYTNYSGTVFHGDTCSFLPDLFAKVDKICEGIGE
LKLERFTKGVVWCRYKDDFGGKLEPLEYELV                                                 
>Tmel_XP_002839163                                                              
MSNYLWRYYLENDVGKFQRLLAGSASSSYSRGASGSSATGLTTNSPALSKQHQPSSDGKPRPGSPPTNIVITKQSLKELD
TFGRTILHLACSTSDSGGLPFVEALLTHPLTDPCIQDLESGWTALHRALYHGNISAARAILSNNLSTVKVKDHAGDSPFE
VFEASVHGIEKLFLRKSKSVPRSDNIEGEDEILPGRQGREASHSDDEGGDEIFAFGSNKNLTLGFPDGDDRSYPERVPIQ
RSEKQLLQLVKDRFHNTDGDIKELLGSTTLFAPLRILDVQLSKLHTAVLTSDLSSNLYVCGFGRGGRLGFGDEQTQFTLR
PLASPLFPKRRVIGVALGLDHTVVVFDEGDVWTWGSNTWGQLGYIIQRKTPQDEPIQTTPRQVFGPLKRERVIGCAASRI
HTALVTDNSLFTFGKNDGQLGILDSLDTRTLASQTTPRKVAATFLTVSSKICDVAAIDKATAVLLNNEEVWILANFGYYK
LKLPFQRGLYRSPVSQFSKHSGGHSLSKITGGGDTLCVLSVSGDIFTLDAGSFVRESAGKGPRTGKITTVRAWSLKKEHM
AARDVDVGHDGSIILCTKNGSVWRRVERVKRKENRALGIEGSRYKFERVPGLTKIVVIRSNNFGAYAAIRRDPNVMKTGL
LVDDHMLWKDLGPLLPFTGAFGNRKQPDDSKDKIQTRTPPRTPEGYVTAVKWFMSSSLKSELREYLSYPELSGSEDCDVL
VSTSNCPEINIPAHKVFLAARSPVLRNLFVEGAQCASDVGEFTPSTTPEEKARLVFKDIKLQTLLILLYYVYADSLVDIW
NQNNIHHSRMQHYRVIRSELSSISSLIGLDHLAKALEVAPHPSCSMNRDFSNALLGPSRSKFEESADMMIELANGESMLA
HSVIMKARCPFFKALYGSSGRWLIQRREQGIVKVDMKHISKPVMDMVVNWLYSDWGVEGFDGVKVGKESGKVEEFIDFVL
EVLSVANELILGRLCQVCQKILGRYVNTRNAAYMLTALAGCSENGFKDMCMQYICLNMETMLENHLLDELDADLMMDLDG
VVKSVQRQLFPHSRTGVQEELLRGIYPDMHEIAAKEKEALIASYLPEGNDTATISTSFKNSRVGSYAGTLTPFGSPHAQK
AKIKASKESIRIGASPTTEPHAGGEMIFDMDGEGSGIGFALEVAKAEETGLRNAWASPGTPSKATRTGWYPSPASSIPRA
SGGWVDVKGKSIGTPSSNPDLQLLAGGSPRSHELPTPTKIPTTPSKPWGASPILLGDKKLDMKEIMKQASSSRKSNLSTG
LSSEGKLAPAKLSQKERKRQAALVAAASSELAVSTEIETPSTSSAKPAWATASTSARVSLKEVLDSEISAPAPPNMPTPQ
MLKQRTGDGGGRAFNRMMSTTTPSAVPPTTPTAQTTRSSPPIPGTYRPRLKTATPTTPPQPALLRRSVSTTPIDPTPKLS



LADIISQEEAHKEVFREHTAKRSLQEIQEEQEFMRWWDAECERVRLETAVAPEGPVRRGSMKSNGRGGGGGDPGDGQRGG
SVGGIAGEGTGGGHSNGSARGKGRRGRSGGRTGGGGSAEVTKVGGPSKRMCS                            
>Tmel_XP_002837073                                                              
MAFVPPTTPAHHQHQHHQVQQNQHQGIYASGGASSNTSFNTPPSQIMSGAGVIQQLDKSGLLLGRKRALDGGSIEDTEGA
AYRPAAYRTEGARLACLVNASVTVCGEDAIYAFGGFDQYTDEVYNHVLRLDLRTYTWTLVDNYGDIPSVRMGHTTVYWRD
NKLIIFGGENEHRMFLSDVYIFDIPTATWSQPVLSGRPPCGRSRHAVVLHDDKLFILGGIHNRSAIPSDFDPEEDNEYNP
QEVLDDICYLDLKTMTWSRSWTWIARFDHQAWIRDGKLWVFGGMGQGMDRTGELISLDLNHPAFARTEIKQTGYVTRQPG
LGGDAATVTGGQSRILRSHRPYGPNSPRPIASSRRNTPPPKKQAVPAATASVSFLWGRDIPSEAHGTHFHHLCGNTLLDF
VTSANTIRPSETGLCALNLDDMTWRKIADGMDIVGGGLWRWHYLAISPDSTMAYLLGCPTDTDEDVGEGEEYLSDVLPID
LSRFGMNVDQKEGDNPKAGTLGMDLANFFDKPDFGSDFVVRAIKDEAAEGDEWDMTGVWGRRPPIRVHKLILLSRWPHFA
TLYSARMVEFHKNRMYLPEPYTVVRAFLYYLYTDSVATSPYCPNLSTVAGLLVMANLYDLKRLRALALNRLFSELDVESA
AVIWERAGVAGEEGLRKKAAGFVLTYWGRIVRTMGFRRLSRRSLMELCEEVDVEGRIMGSEELGVVGAVDGGVVGLYQGD
IGGFMTEEARMRTKRRRYVDDPEELETGEAEEDEEMS                                           
>Tmel_XP_002836473                                                              
MTAGDNGNTANSCGSGNNGSSSSSGCGSGSNSSGNVGGHRDGLRNLVEGLTLSPVTSPISPTSPSSAPPFNHPSQSIFNN
PGIGSSAPSLLAVPYSNAGARLHSFTSRPLSYGGGSGSALTVASSNVKATAVAGGSSGSNGHGAGSDPAVKEVDDPTTPV
SHLDKAAALNTFSRLLATPASQTAFSRSGRNCSYRGSDSVKLEDFLYTRGFLEGACSDVTIITFGSRYCLHRLILDRSPF
FSSCFNGGPWLESTSSEISLSPSDPNITQHAFELALGRLYGHVDRVEEDRHALPLLAAASYLDLQDLAESCASSLLRNLG
TSNISTVVRFVTNSYYGPLTDRLMESAKAMLYRDGWEMSFEEWEGISGEVAAEIIGYDGFYVPSEWLRYCFAKDMIDWRI
CHSLSYNRATHEGCSLDDEDYDADGASAFDDEETDVKPLRELLENGIYYIHMSFEELQKIEMDRDVLGRRTVAQDTIREA
LWNQMQLRQKVMNVPLNSPDLGITETETVRQPTPLGRKSSQRLPTPRFGEKLGEPGSGRATPTRQDDGDDGPDGPDTPTT
IRGRQTKRKYYIPTEDTTTVIGDCQDTPQHLAVSHPVHRASASRASECQAGAERTGGGEERDSSIPFEELRYSEFPPFRF
SAEFKSVRSLKEKKRVYSKTVFYAGSHWNIYIQKVRSKNLQLGVYLHRAKDRETAGGSHGSSSASRDSENIGQVITVDEK
IGTLELHTRNTSHPTEGLGDVTVTTDGDITTSAFTDGNVSGRPGANTSATRSAMPQPSPPEVGVPAIPYYIDSRPMIQTY
FKIFSPSRKGKVLSMFSSGPDSFNFSQSWGWKSSSLILEEGMIGGDVDKDARLRFMVVLGNV                  
>Tmel_XP_002836343                                                              
MLTRPEDLSNPPKTGFFSHIFQDRSEIRVKNQLDESEPFQKLCEACRRGDLKTVQDLIVSPGGVNLNAVDRFDNLPLTLA
SLCGHYEVVELLLESGAVCERDTFQGERILYNALNSRIRNLLLQYDYSQSIDPAQPWAAHITTLLSREPLDTTDIVVTAT
TTTGLETAFHLHRFMLSAHSPYFRRKLSLPLPTSTNEQNPKKTIRLSQNFSSRAFEAAVKYIYLGEVSAAPSSDKELMAN
IERLSKHLEIPELWRLLLANTPKLRRQLRSEGLKRAQERMEEWMRENVLKKRVVVRKSQVGQIKVFPGNDSFADVLIRSD
EPDWRDADADREAEEEEEEEDYLVHIYPTHKSLLRSEFFTAMFTSPFLEGLPTAPTSPLPIIPLPLPASTLPYLLLHLYF
ETPTPPPLQHSLSLLYTSDHLFLDRLKSKCAQVIATAPNDLPFHIHDVIRAAWATRAPRLEAFGAKYIAERLEDFLPDPE
FAELVAESAGRIKGRQETDTIELVDDIRYYLNERFRMRVEDNLGFCGNGEEVEVEVGEVDRSLETEKGHVYEELLGRIDA
LLEGLKLDA                                                                       
>Tmel_XP_002835379                                                              
MAMRKKGRKNASGLYHWSGSARRTGSTLQADTTSALQATSALQAAITPPETPQATSHWQATGAFEASNVPEGSSHPPKIA
DDTPEQSDATPASQMIPEASKQSPPIPFDKFASSDIFTIRAGTELQAFHVHKDLLAGLSDEMRNHVYNDMREGKANVMDL
KHISPETMHRFMEFCYSGDYLFPPGAERKDPLKYKEATEALPILLTHARLYVFAEMFNIVSLKRLSADKIIAITPLFGRL
EERAHGLAVISLMEFVLDNIPATTETTDRLVKFLARYSGYFVEQIGGYPEFHALLASSAREDFFRVFCKWVRAGGDREPW
TDIE                                                                            
>Tmel_XP_002835276                                                              
MAASIVHIPLSPMTLEINSVSSEYVTWVYRWRNVDLSADFETYSQNFGHPDGWVWRMLFQQNVDSAGNRVYGIFLYVVMT
DNELQERTWTRDIRYLQFVILNSEGRQLKDKSTVAVYRENQLSWGFPGLLDNSILLRDPVVNTRRTVDIVCRLRYHPDGE
KMRRPLSPTMTGNLLGGTMISANHAAARAASAPASYWDQKTSGVAVVDPVGKNLRSLINSRKYSDLELIVGPDRHIVHGH
KAILAARSEWFEAALRPGFREAREGRIILPDEDPKIFEALLEFLYTGEYPLASNMNTNGYIPGSPSVVVAAKKSTPDGMH
LSPRSPPNIPPRGMDDAVSTIAGSFAESQQPPEEPTYDYLNTYENTVEMMDEEEELDEQKYALFLMADKFGISQLKSLIR
IHLMNELLDLASPNPPSQRLLRLIRFAFEDLPESTSTRKRDSGVGSSLSGSGMMPREGSPSAGYTHGYVYGGGSGSGYPL
NDPMVASSVMENREGAASAFGQAAEGSDVGLAMTTERRSTSRISNSSSMTGTGNGNGGYRGGVYGKDNETALLRESITTY
VAKMFHAVRQLEGFDELLREGGEMGGFARKVMDSMFRP                                          
>Ncra_2344NCU02617                                                              
MAHPSTPAGHSPSIFGGPTPVMSGAGQPSIPSSSMTTSTLTPASAASSTNTYIMPNSPFKNRGDGYRPKVTRTLGQRPAC
LVNASVTYCGNNQIYAFGGFDQYTDEVYNHVLRLDLVSHQWSLVDNYGDIPGVRMGHTATLYKGDKLLVFGGENEHRTYL
SDLIIFDLKTAHWTQPQVTGPIPKGRARHAAVLHQDKLFIIGGITGHDNYVLDDICYLDLKTFTWSRSWRFVGRFDHSAY
IWGERVWVFGGLSEEMDKVSDIWWLDLKGSPAFDSPPQIGSMDRSGMARSAISPRPSYPAAQSPIVGSSGYAANSRTAQV
NPPSFHLKTYAPPAPGAVSALKFVNGPNVPSQGQGIHFHVYSSGTLLDFVTPAATISSKECSLSALDLGSLRWQKLADGR
EIFKPGYRWHYCTMNEDGTKAWLLGCPTEPNVLDHGGTGLEEYLSDIMEIDLRRYGFLGNNFAPEPRADFTRPSSRARHI
EQPSKGLGCDLAKLFDQPPETGSGTDFIVTALSREYDEDEIIGSALVHTSDSMDGDQTWLSPDAPTSPPIHVHRLILQAR
WPHFARLWSSQMAEFHTKKMHIPEPYSVVKAFLYYLYTDRIDPGSEEDESITADLSDVAGLLVMSNIYNIPHLRLLCVNR
LAKELDVDHACIIWYCAGMANEEWLRKRAATFCMTHWGRVVRTLGFQRLPRAALVELSQEVDMEGRVVGGDELDLMVGID
GRYHDGGSGSSRRKGSISSNHTQVLESELDEDEGMEMS                                          
>Ncra_2850NCU03186                                                              
MVLRKDQLELKLKDDEQLIRQGVLRNEHPFDDSPEFHEFIHACRRGDLKHCQELISGGVNINGKDKYDYTPLIIASLCGH



YELVQLLLESGALADPDSFERERAVYNALNNKIRNLLLSYDYTKTADPLQAWSSHITSLLVREIPKTTDISLLTASESFH
LHKFILSSRSPYFRRKFADAPETSTWKLSHSIPVEAFRVVIRYLYLGELPRDLVGPRSTATEEEVFKGIDKLCKQLEIAH
LWEAVLSTTDRRLARQRHQDEVQRAQAQVTAYFRDTVLKHKFTVDTCRVGDVKWPRDNAISANCLLRADEFDEGEGEDIA
EPAEEALISRNGIPIGPTAALNSTNGASNGAKKPKRSVLFPVHKAFLIRSPYFETMFSSEFMEAKETEHLHVIKVDCLPE
VLEIILTFLYTERSDCPLELALDLLYAADMLLLDKLKTKAAVAISTLGSGTSNALVDRTHGGAAEELQSSPLATSTSTPS
SGQQQTPTGSSPEADGQSVEVEPINVYDVIHAAWDLKVQRLEDFAARYLASRLEDYIDEEEFAELIQESASRLKRREETD
TIELLDDIRYYLGERFRFRFEGDGIEEMLNEEGEIDAAQVEDLALEAEAGEIRLEQPSDGQREVGGEEVGKCTERDGEEE
GGGGLRTLDGKLVEDEFVSDAVNYQILLEKIDKMLDRLKLGA                                      
>Ncra_4040NCU04521                                                              
MFKRSFRSRDAGNSQREPTQISTSTDSQHRVDKSARLMKKSKRDLQKLSSLKQPLVGENSSRTQPQSTQAKPAEKPLAIT
PSPIITITVGGEGRLFAAHEDVLCQAPLFERMLAQSKRILLEDEEPEVFSAILEYLYKGDYYPRLLHNQQQDSWELEDSL
SIPANRAAPLTPPTGHNSPQLGGGHAGQFPIEPTVFLSSLNQYLLRDTVVYCAAERYGLEELKRLALRKQGLQTGIDVGI
ILRSAQYCYAHTPDSDSRLRAHYLALIIRCRKTFKRSGTMQAEMEKCGSSNVYGQGSGKLFFDLFVAMCNHLDDIIDASN
ANATRTPKTI                                                                      
>Ncra_4308NCU04838                                                              
MTQTHLLWKYYWEDDVEKFRRLLSLAAHGPQPAGRSSNITQGQAGGAGSLGTSPRPSGKSRKQPNGALSRIDVNSRDHVG
LTLLLRAASSTTKNAVSFAEALIEHPAIDIHAQDPESGWNALHRALYAGNISIARMLLAKERRVLAGPTASFLRVGQLIK
TKDHEGNSPFDLYNATIGERDLIALRELGGAQDEEDGSDNEAEVAQESVSRKPRHGALGEDLYTFGSNRNLTLGLGDQDD
RQFPERVYLERPAHLLQRFYNEYLESAGLEGSTAQNLRDIPALVLNRPIVIEDVVMSKLHSAVLTTDPVSNLYVSGVGRG
GRLGLGDENTRFKFTPVQGPLGDKKIIQVALGQNHTMALDESRALWTWGSNAHSQLGYTLPEPTKKDEDPISTTPRQVFS
SLKKESIQGIAASSIHSVAHTGISLYCWGKNVGQLALMDSDSRSLEYQQTPRKVAASLFSSPIVMVSAIDKATTVLLQNY
TVCVFTGYGYNIVKFPFASMDTIGHLSMSNRYEPGRSQISYITSGGETIAALTKRGDLFTMHLDHKMETNPPATSTTNPS
KIKGAVTQPQCIWSARKDGVRSVGVGEYGSVIISTHSGAVWRRIKRAKVKDAYSWSSESKRNDFKFQRVPHITKVAAVRA
SPFGAFAAVRRDLDVLKEQLVVSEQSLWKDVAPLNPLADFRASEPKPRVRNKEKVKFWGNETLKSNLGSVAYEVLKSSDL
EEDLESYLVEWNHLHQPLDALVCSSSLPDIRIPVHAWLLSARSSVIRHALAQWRRVSSDVQHEAFTISNVDGKPLLVFQG
LDVITLLNFVHFMYEDKVIPAWNFTRQAPPLAYRYRQVRQEVMRLATRLNMHNLEAAARLQVDPKKCMDEDFRLAIKDRT
FFDDGDILLELDGREVAVHSSFLCQRCPWFQVLFHGRSRGIWLATRREEAERENERIGIDLKHMEPGAFAYVLRYLYGDY
GAELFDPTMCDTFADFLDLVMDVMSMANYLMLDRLSQICQTIMGRFANIRNIANFLNAISPCSITEFRDAGLEYICLQLE
SMLENHLLDELDDDLLLELDAIVRDNQAAQSPFVRSGRFEMLLHEAHPELAQDIDEERQIRVKEIAFRASREDDRKLSTA
FKGKGGSGVDDASASTPAADKTRRASKAARNEPFGHSPELKPKTSQADLIFDMEEEDGPATLSTPLGAKAPKVPSSAVDK
DQFPTLGSSWKGKAPIRSGQSPAMASRSSLQAGTSPATKAGGVPWANAPMPASKVGLRDIIQLETTTTPVAAGRSALSEG
LAAQQQQQTGKEGTSAPKVAQPKLSQKERKKQQQEQAAAQAALHFAKASLANKPAWGDTESKAPPPWKMVTANKAKPAPP
HVNPPVSSPPVAKPLVAAEATPVVRRTASPDTRFAGQRTSSNNSVHTANPNPKSKSTPTLSSSSAQQFPSLGDSSSKPIV
PHSKVYIAPARKDEHLLGFSMEEIILQQKLEQERIKGAMSKRSLQEIQEEQAFQEWWDAESKRLQEEEEERKRKATEKEE
RKEKGDKARGKGRGRDTVNGAESSKAGGDATAKGTGKPGGGEAKTGERKGEGRGGRGKGGPSGKKDGPPPGEGKGAVVAS
AASTSATPAIPTGPKGHGGAAAPQHHSRKADGGEGSSNPRRRDRGRDRGKGGRDATQVAGAVSTPTGPAIPAAGR     
>Ncra_4474NCU05044                                                              
MSNPDFTTYFNSPLFSDATLSYQTHTGDKRHLPVHRLILSLHSPFFASAFTLPFRESSDPDHLLTLHDDDPDALVSAIRW
CYGHSLYQLDGDDELETQLAYKDLITMKFTAEEEQQIAGLLLHLMRVYVVADKYDLGRLREEVVVHYERLAPLVLLHKQG
MFEEMVEVVYGLGKGDKLRRRFLGDVAREVYPVAAGKDFKNDKMLKKGNDWELEEVEKVVRASIFKVRTVGMGREWKKEF
MRDMKREVRREVKKSQAQSYTMDKRFLSSDEKLLESGLFSDVVVKCGDRTWNLHKNILCSRSIWFEKALTGHFEEAKTGV
VNIENFEPAAIDILIRYIYTGICDIPALSPHTKTNFVSCFEVYTVGDYFALASLTRIALDTLNAEFDAKIAPLQLHYDSG
SSASDGNGVSPDWLPELFEAIRLVYNEVPLTDTSPPTPGIRATFLSFIHAARFYFLQNEHFNAFLDQVPSFALDVFRAMR
NTGDFIAHLPDAHCSLCKSKPTRAEKGYYTHLATEKLKLKASCSTCAGKRDLSAGWTDWSGKLSKATTTATGTTAAGSGS
G                                                                               
>Ncra_5191NCU05921                                                              
MDSEPAVIETAPVTDLVLVVGPSKERIPVELAILKAASPVFASMFSPPWLESKSKEIPLPEDDPDAMRFITLTLSYHNEH
ELVTRPQTPQEILQIAIAVDKYDLRTALKFVLEFLFREASKTCSVAKNEDGSQTAMAGKDIVYLCAAAYVLNRCDYFSNF
GLHLMCQYASRISTLMDDELISSILPAKFFIILGEALASIKLGLSRAVHECLKTNSPYRRCQCASAKSIIQRLEQFTVTY
NKAKNGSVLLQEMKTMQKILDEDEPFLRGICHGCNRPHIYSFGAYDSLSPKVRTAYEELDILCVRELKNKDACDAEHARL
TVAGPMN                                                                         
>Ncra_6536NCU07410                                                              
MNQHNSPGSGGVFATAEPSSSSSSSMRANDTINGERSSNSRREIEEIPNEYGEGSNSNDDSSGNGNRNEDLSASIVENED
QSQQYANPRSQTLGDVMREPGSRAPNVMVLEAMPEETSGRKRETTLSSKEDLWLSTADGRYNSTIIPIRVGEAPQAQIFY
VHKHILLKVEYFEKALCGNFRESETQSIELPEEDPAIFHYLIAFLYEGKFEPIKPAASVLVPDEQKGKGKDAMETNGGGA
GEIDSENNNNSDDSELDTDLSAAAALRRRQQRERQREWDRANGKHPGRHRPNCGCPRCVVEPGPPCWSCFAPRSPLPPPG
IGTSYTPTGTRPPFPHPPGSEYRHRPYPERLLQGDGLGAGANRRRPGGRARLAAPPPPPPPPPPLVPPATTQTLPPAPPA
QVSSFFSSSSNQPPLSLTNSTSSPTEGNTRLSTPADLRTWLLCYEHTLSVYILANKFLLDDFKAEIARYAIDMLESAGTD
AAVPQVLFLCKRLWEGLPESDPLLKMVFARVGFLQPWRSRSSGYVYGSGNRDGVHGGNGERINENGKRRRSGHGDEEGMT
TRKETDEEIGDWLHQNPEIVTAVLVEMAARREEDFYQTQYQSSGLQGPPPGMGGYMSGMGLGMGRMDAGGRSLPSMERPW
AAAGRQPGTTGGLGDMGGGGPLPWMNHWEPIRPNTLRPGHTAHHHHWQVGGR                            
>Ncra_6575NCU07450                                                              



MSTRRSSRSRLGSEMVQVLVGKEQRDFRMHKKLLCRTSVFFRNHIEAAQQESKTTKSESEDSVLWLPEESPEVFELFIVW
LYDRRAFQAYVDSAVEKASRNRHSPTSSPSRISPARHSPSRMGTTRHAETTDSERRALRWNLVRLHLFAEVIDLPALQDD
SMDALQDLYLRCDWDMSPGFITFLYGDCSLDNAVRLRKWAVAMLAWTLHGGDGTSSEFEKLFAVFPKLKADYGMHFNKMA
ASKADLRIKNPQLRLPMNNLRSEERLFGFRQCSFHSHRSAVGEGVCPHLVTGQEDSDDMETGSTLMGEDIISEEEDEEKL
EGEAGSSDSEVIITPVCDMETSFLDLS                                                     
>Ncra_7438NCU08387                                                              
MSSRCLDIPHSKSGSRPPKLVRSNSSLSFAKEAGISKRRHDLRHRRLNVATVPGTVARADGNLNPISPIVTLLIGQESRI
FAAHENVLSASPFFKNVLDTQFSEGETKRILLPNEEPEIFSSVLEYLYKGDYHPRLVHDRRRDTWELEESAAAGRNGNGG
REAPTIYHHSVDGEVLKDTVIYCAGEKYGLEELKRIALRKQGLQCGRVASTILTSARYAYANTPDTDSKLRAHYLALIIR
GRNTFKRSGTMQLEMFHGGSDLFFDLFVALCNHVDDISVASSTQQNTQQSSCNEDGPQP                     
>Ncra_7785NCU08809                                                              
MDMSASPTACQDLARSVLENISGINRALNVTSDDVNGVDSDAKINETHDDHNDKAMTEADNEAAGTVEAVKQEAPRSPVE
SFHELPFSWLQPHALFVIIMVGPEGMPFGIQKDFLCAKSSYYRRYFREKAANNESVEDVVELRDASVDVFGYTQHYLYTG
QVYPDTPPDYEVLIGIWKLGHSLGIDGLCDATIDAMIEYRRITNSIPATALLVQVWEETPEGSSIRKLLLSWAADYMRAS
EDRAEFAKALPQEVLSELVVAMSSLDATPAPAATPSSPVSQGVVNSAHQGWHDAVANCDGEQARPAKRARYSDAGPTNGA
KATPNGRKGPGRPSTTGPKTGQKRKYNVANGEVELTTSKKLAFCDDLLTRMLSGPGFWTRLVGPFRDPVNPESDGVPDYF
EKVAKPMDLQTMRAKMDRNEYADENEFLADMNQIFNNCYTYWAKKDPMWQACERLQKTFEDKYSQMSKWIAKMEGQEGSN
>Ncra_9794NCU12146                                                              
MDPSRPLGIKSEPVESSHMTTIPQAIRQAAPAIQSAFTAATLPATDSITVATTSAATTAPTTAAKAPPAKKATAAARKPA
AAKKEAAVKTPAVPKTASAAKATPKTTPKAPPKATPKATPKTAAAKATPTTNTQAEAEVTPPTTTGTGTARPRGRPKKNA
NATDAATTAAAANDNTNITDTAKASISSPPPAAPSSPIIVATANRPTTATATANRLIPSPSPSPGPGPAPATATTTPAGR
PTTTTRGRGRGTGRGTGRGRGRGRGRGGASTSRASSSTTTPARKRTASAASIADADADTDPDDDDDVDADAYGRASKQRK
VASAEGIAATLRAFEASRAGSASALASGAGSGSGSKQVVRAAASGGAGGSGGNKGAAGPGTSVGKKGWSVDGQEINRRHK
ENDLHLLETGEFSDATIHCLKKKWKVHKMRLSTRSAWFREAFAGSDGTGQISEINLHEQNAEDIETMLRFMYADSLDDNL
TRPSSLASPITTYVTLYNLGHTFRIPLLCRDSITLLGQYLDTKLLLLCTYSVPASGRSGVIDHSDPLLSPQSYANDLFSA
IFQAYSGVSESTKLHSLLASFLWAGRDRLFRLPGLRQVVDQCPMLGTDVFKLQLGDNSSSFIPPTTIKLTNVPGGGGGGG
GGDVEELKAKHFGPTCSRLDHTRKTQHPDRCEACDEVFDEERWAKRVYNPFKVVVRPAAWCRRCVEGKTNPNAPGGGKGG
KGGIGGRFDLGVGGPVVVDGDGEGEGAEGGNGERHRRKGVLEDVVPMWRLRVGGDDE                       
>Scer_SCRT_05180                                                                
MADKLMDKNFEELCYSCRTGDMDNVDRLISTGVNVNSVDKFDNSPLFLASLCGHEAVVKLLLQRGAVCDRDRYEGARCIY
GALTDTIRDTLLSYDISKAVDVKQPFATHISSMYNDEGFLKRDITFRVSNGKLFTAHKFLLCARSEILAEKMVNEWAKHE
IVSLEVRPDIFDIFLKFLYLIPILHQIEPGQYEELIELSSKFDIELLPEFLDKARHTADPTEKSRLMSDYQYKFTEVARS
QLLIFVNNCIFRSTVDLANSERRVFSLMNCPAYPDVQLMVKNRNGAIRIYPCHLAVLSRAEYFKVMFTNNFKEKVTYIKA
KHVTGKYNSIIPQLTLPNCEFEVAEIILRYLYADNTDIPWMYAVDVLLLADILLEDRLKTIASTIITQSKEFIQQYNVFD
VLYLSWEIGVERLEQFAAKFIAIHLQELYKDPEIKRAIMLSSQRISLRQETDTIELVDDIRYYLLRKYSFEPDDVELFEN
QDDLEYLKQVGYLEYRKDMGMLDNILADLELDV*                                              
>Cneo_XP_569325                                                                 
MSFDIRTGTGNFALGTGDQSDKAFPDHINLLTQAQAAGRSDPSQKFSHVGVKDVVMSKLHTGVITSESRGNLSLCGFGAN
GRLGKSIHSQLALVPMTDLQHSIVSIALGQDHTLALTSGGYILSWGYNRFSQLGYVIEAPEKPAGMGKEGDDLIQVSPKR
IVGPLKKEFVRGVAAGRMASACWTADAVWTWGTNAGHLGYDKASNPVQTVPRRVTSITQPVVDIAFSDYAMICLLDTSEV
ICFHGDTNFKISFSIPRLLPEAFPFRPPQTTLKPMITKVASSASSFAALSSIGDVFTFTLPNPMEDVYKDGRHVVVKPQI
VWALRKNFTAVKDVAIGSDGTVIVCTHSGHVFVRQRLKSGSGQLKFRRIPYLQRVIKVATNESGAFGAIRVDARPTPIKL
VGKTLEEDLFLLQPHFHRLEHQMTAEDFEKLNANSKKTDDDEEEDDESTNSVAKDTSIALKMCTILSRWRTGEGDSLFAW
SDPLLSSDCHLIIQGLAIPVHSAILSMRAVKIAQLLAGEYTSNVLSLGSYGTSPAIKVEACHPLVGLLLIQYLYSDDVAA
IWDARVARIIQDKYAAEKIPVGDIKSELKALADELDLSPLSSVLSYAAKQPLPHHTLSSDMQSFFNTTFTVPAGPESPCD
VTIFLSDKQVSCNSVILRARCPFFEAMFEDRDWTLNRKSEGAVVVRMTHLKWTPMKLVFRWMYEGVEDDLFDYLHTLDEF
LDFVFEVMAAATELLLDRLVLVCSRAIIRHCNAFNAAALASEASFYQANTLKLSVFDYIISCLETMLESGLLDEMEQSVL
QDLSSVIAEKQKKRSPVAREGVLVKELMAKHREWLLVQDIPAPIVRQPFKYRARSAMSPVDLSSAKPVAPRRKPPPSPMV
NPSAEVSDKSSAADGIFQMDDDLPTPTTSASEVRTPNRGSRSMTPLSLGATPFQPAASTSGSSTPAKTPIWKSKTVETGK
ADLRSIMAETAAAKTPLKPVSMPVVASAVGNGSAARGGFPLPASGAAPSKGMLARSPPSAGPSTGGPWRATEVRKTSFTA
LQGQQATNGLGTGSPGNTSTSTSTSANANANANTNTLNRSAGSQASPAPQRSGSAKVITPVRLQAPATQPRKSSTPTAAW
STPSTFIPPPPISVSPVAQGLSLLAIQQQEREAAEALARRPAKSLREIQEEEQEAERARVQEEEFMRWWHEEEARVAKET
RQGAVGGNQQGQSGRGRGRGGRGKARGGGGGGRGRGGGQGGQNGRGEDKQGGAAPTGTHGQPSQGRGKHDGGRGDGSGPL
FVYL                                                                            
>Cneo_XP_566864                                                                 
MTTGASNINGISGPAVLSNDVAESSKMAAEIDPVFHAVNLARGIFNVGYLNQEWSDIQLTFFASGLKSHRLILARSPYLA
HLMSAAAPGTTIHLSFPDSNVTEESVHIALQHLYNPSMNLVYPQNARAVLATAFLFGGMPELIHHAYLVIRDSLDAKNVV
DLVYWLEAPSDSSAVYDGQSSLRNHREDSVKAWLSDPYPRYGEWTVRLRHDAVNYLLHSLPEQVIQENKFNTLDDPLSVT
YAHLPYELFKALVESPELPVVSHQDRFTFVKKVLVQRKKIAPSGGPQMEENVVLAFRGGEGMEVHVTRRPKKGRTFFKVE
G                                                                               
>Ccin_CC1G_00139                                                                
MSGSSKKPMRRAVVPVSKTLPTDPQDQHSSSEEVDPIFFTPSPSPPSNTPTPDNASALPCDHATGEPHRHPNPTRHPDFW



FHDGSIILQVESKLFKIHQTILANHSEVFAGLFDVPPPLPTGTTEGDDMVLEGCRIVVLHGDTEKDFESLLRAVYNPSYF
DDTLPPSADVETLLDFISGILHLSTKYLIRNLRQRCINLFTSKFPATFDEYTAKSTPQPSYSSTRSSSHKQERYRSDTLM
RALHLAHSCNITTSLPYLYYCTARLSLHRLLKPRPTDVDWQTKSVVLAGRERLRYATLAISYSFLLVFERAPTCAEMRCG
FASGPGREWRSIVLGGESGIGSAPTPPTAATSITNAGGVNGISASATAERKSKSSSNRAPNPLRLYTRWPELGVCDRCVE
WNKGVHERGRREVWERLPGMFELEGWDELRKAQGS*                                            
>Ccin_CC1G_00185                                                                
MSTPVSQSNWDPRASSSGPSASGNVPMAPLTTWRANYTPRAGAHAIGSNGPLRQEAVETTRQWSLTGFEWAVKDIAKLRN
FVEGSPTGTDQPQLSADDFEILKESPTLADSKFKLEIGMSVTIAFESRDNTFLSSDHPWRRAWKGTPVSVYYFSVLRLRV
GRLGNIGHDDGGHQMPGRQNRSKRCSPRMECPLPSLSDLLRNERIRETDSFVICLQIHSPSGPSIPQQPATCYVPRDLLD
GLEASLDNPITDTGDVKFICLERLVEGDEPPLSASTSSMSRQTSSSLGSPRHPFSSQATARKRVIYAHSDILVRRSEYFA
TMLSSSFSETSSTVPGERKIHTIVVEEADFETIYWLLKFCYANWLLFKQNDDPRAAVEGVGAGWSAKWLTSPENEWEWKT
FYKSAAEDNVFDARSATSGDSIPASGISRSTSKKSDIPEDVPPQTSGQSVSTRPAGTSSKAPPTVARPATSGARRSTTNT
STLGPGASMSGTSRPKTVPIATSGFATSRAYPVSPRAARPLPPPVPDPHPHPTPPPPPASALAMYQVAHRYAMNGLATLA
LEHIMSTITPQSCFPLLLASYTWDELYGLVEWDEVAGSDEFEQCCKEIAAGEWGSDGGQTLMSVFRRLRSPSTLTN*   
>Ccin_CC1G_00753                                                                
MSSTLASEPCTPRLAAHPFDHPEADLILRSSDPRPTDYHVFKLLLTLSSPFFCTLFTLPQPSASKDGLGIHEVPVIQMAE
DKQVLDVLLGFCYPLSAHALPRFTSLTTLQKVANAAIKFDMEGIVTHTRSELVAPRFVDSQPFRVYALASQYGWVHEMSI
AARCCLRRPMPGPYASEVKDMPPDVYKQLKLHHRTCGDIARSQVLRNLRVIPESRTGWVWWTCRKCPPLKTEDIADKGSS
PISTLSLSMKPRKWWAEWLDDVAAQVGSKPLSGSVRSKRLLARALEKAARCSTCSRKSREDLECFSQTLDDLVRKDLLSV
GSVGIIF*                                                                        
>Ccin_CC1G_00928                                                                
MVLRITPAASDSTGMDPDNSDPTTPTGTSSISTSSSSMLTPLSSLRAARSNSTLASLVSQKSQIRSHRSMSTLNPPETRF
SSLRYGDKDDLGKATICDAETGLRLHRHPSLWLEDGSVICRVEDTLFCVHMSVLARHSICFRDMFAIPQPESNLRDSLVL
EGVGMRSGAQRIPVITLFDKAEDVANLIEALYDIGTNFGNNDEKDFRAVAGILRLATKYIIDELREMALNHLSIAWPTTL
KAWDLREDLARSYEIDATIPSARLYPHPFEVINLAREVEAPSLLPAAFYDLSRYSFSQIFEPHEDDALYRPPEQPPPPLS
PADLQRLCVGKEHTQQMITALIQAMGNGQHIRQSQQHPPHSLSRRTSSSGAVCVSAAACRKDFTELVELATQHYLFDRER
GCHDPLYVAEELGQLKSAEISECKACAKSLEGWAAREREKIWKLIPVWFRLDMPVDASAKFH*                 
>Ccin_CC1G_02055                                                                
MQTTANSSSDALMGTPIDESNACFHPDFSDPDGDVVLASRNCKMMFRTHSYTLKTTSGFFRSMFSLPGRKCSEVIYTNEE
TDVLEHLLRMVCGLPVLPLDPTLVEPILHAAETYDMPGPMSIVRLGVKSSPLSDDPLRMYVICSRYGWESEMKYFSTRTL
TYNLHDPTHFETLQSLSSTALLKLFALHRGRRESLRKRLNDPPFVSGGAAVCIQCQGRIEYQTWRELKYRIILEIDERPL
GDTILPGLAEWPEANACWQAVCPNITCHRRLYDKAESFRVIRDCIERLPDTV*                           
>Ccin_CC1G_02709                                                                
MRKPRVRFVPCLCDSRITSLTGFFQNLQDFVLDCRSHPSERLCKAEFADLQGPALLAFNNATFQPDDWVAVKSISRSSKK
ADTSKIGKFGIGIRSCYHSLSSDGLVLQLDGDVTETIDHFRPFGHFMGEDWRGGAFDGTVIRLPFRRYVGEIQDRVVTPQ
EIEDLMLDFINDEFNISMLFLQHLRSIALYKIDDSGTITELGSCNITPKPIADKVFKKTVAITKSGMDVEEEWLVILSEF
SEKEAFEALLSRVKTELDPRILQKHKLRPDVGIAYPLHKTTNSIGYLFTYLRLPLATGFPAHVHAFFALTPSRQNLRNPG
DNGIVKGSNDHLLVEWNKVLFEVFIPRAWTRFLQALIANEPKHDVFKAWPASQELSRCGESVYWNNFPQAVLHSIIDADA
AVWPVFGGAHVHKRLRDIIIASSDVPSKVTQAFSNLGLSITLPPQDVVKLLRSRDRSPSHTPYAKAARILSPESAAAELR
KSCLDILRQPEVTATIDLNVITDYLLSTNNLGNIVDIPIIPTVKNERIALHASRNTKGHHTLLEKEDIDLFGGCDAHAIA
LNVFSDRVADLLRREGPKKLDVKRLDADIVVTYLNRLPKERGIEFSAVKIDRPAVHLLTAFWMWLGGSRLKKDLIPKLQP
MYLLPCANGVRQASATVFEVGNTPERLVALLQRLGVPFLHPDFLEKARKVVRGLGTVKSVDDIPALLNCLADHQGQFPVG
MADSDAAMLLKHFSDNINRHTVLSASQTTTLKKLPIFPSVSAAPDSARRITQWVPVNDSKIYGVSSKAILPSIPGIAYLT
TTHVQSDMLRLLEAASLKSLSEVEVLQLALKEQALPLQSPVILEDLMKYLVEIEEKLPESLRKPLKREKFVLAANGRFAA
PENLIDPSNPLRPLYSQDRSRIPATSTPTQKGIVEAASALKLLDYQLSPVNVKDRIEWISSNSRDRAFFQHSIDLLKILD
RANFDYSTLGDTNDARQNWLPTVCNKLVSPSECRPAPGQSDELALFDRVLKRLHPKAAISTSFARAAGWDKPVPTPVILQ
QIGLVLKETPDPHYRVMVILKELGRRSLRQSEIEQLKRTLEGTRWVPTMGYRLVQPNCAVFQQAIPEAEIEEVHPILTRE
QGPYSLLKQLGCTDRPSFDSVLALLKNMSIRPPSDDTTRIAMSLLKFVTRNSPSEEQLSQLLIPDDRDTLRPRSEVIFND
IPHMVDLVPSDDYHMASPSIDEPLAQALKLERLGLKFGDLQQSTEDMGASPVTLVQETIKQYTERQFLSEFLANAEDAQA
TTFSVVLSEDLAAMTTGRPRLLSSDMEKFYKCPYVFVYNDSFFSEKDFQGILRIHVGGKREDSHSIGQFGLGALTMFHFS
ELVVILSGDQALFLDPSKRHLPMGRASWRIPLKQLAQRYPDSLLPLKGLPWEIQDSRRFPGTLFMLPLRAGSHCSEQGIS
SKVWEASAFKQLLQEFRSTAAQSLLFIKLRRIEAFSCLYSGKASPLWIVSASRTDTARDDSNFIVTNTSIEEEGIGGQLT
PARWLVVSATISPDNIPENLSTNLKRVKHVRVGLAAPFSRRAQQCRFFSTLPLAITTELPVHVNASFALSSDRRGIRHDT
YNSAETAFNQWLLSEPLVQVYLAMLEEIARTQDNAQWWPAAFKLDRIEPPVGASQGADLTKSLVESFYRVHLPSTERQVC
WPFFKNSNNFASMTPGNALLFPPFLPRPVLTFLSRSQPANVTELRIPQSYQDEAKLKSITPEHVKDWVLALPAAAQTSYK
DEEFQELLSHLASSDVTNLIGLPLLRLQSKQWTVFRQRDNMPPKYLWRPGPVAAINLFPPSSFVDHDTLDRLLEQKILDG
GLNIAPFDATGLKALTQTELTSLRTNELPSWINKFWTAYPSFETQGIRESIEDLPLVPSTAGEYISLSDCKSGGALIAAD
GELADDDVMRLIQEFEITVVAKERCPPALANILNMEEYLKSSEGNFITRLLRSLKSDIQAVKQRIDSWPDHERETLSHWF
TSQVQSRIPDEVIRTARELPIWRGHKQHQVAWKSASGVRLLPIGVDFEAQAFLNVFVVRGLPPTYFNVHRLTINELETAL
RFPPRLEAPDEPGYRSILNFLLDGIHNTYDELEIPDGTRAFVPARSLYTRENLFRQAFGDRPERFLLESLRNPFEQLLRA
KRLIIREEDLNMDIFVTCARALDEDVLDNNLNPQEVVERARVVFRAYCEQLPLRISSQAVQQWRRVENLRFIPRNMATSR
QYAGGTLEIPERVRNLPMVVPPNDLKAIFAEQPDNRVVLANPKLGEPPVSVVIDHLRELKTMRQGPDVLRYLKSTYAWLD



KNLADAREVVAALKDEALFLNVNDPAVDAWEWISPSRMAFENHDVANIQRVRGFLLSYKDLLKEAGVADVNYPDFDPSGA
LGGKEHELLLRSRASYARQREKKQLTDVILRSKEEDHLEDGERNKFYAHRSFLASYGGYFESMFTGEFAEGQEASPSNPV
EVPLDYSVFAIKTVLDFLYDGDSAIRDESAKWEDLLQVMELANYLDLSNLFENVQVVIIRRKLVDPLNLDYVKAFAERVG
ANRLKEWCVQYEAKNKDYVDRIKASIEQQGG*                                                
>Ccin_CC1G_02725                                                                
MADTFVERVSPVAVIKGILSNYPFSVGILRELLQNSDDAKAKLQTFVLDCRTHGTNPLQGPALLAFNDAQFSKDDWVALQ
NISESSKREDTSKIGKFGIGIRSCYHVTDHLQILSGDTLVTFDPTKSLFKEGASVVTLSSEVDETATERLRPFSRFVGAN
WTGGPFDGTVVRLPLRTTPSELQTKVATTEEIGQLMKDFVRDELKICMLFLQHLRSINLIMIDDQGETELGSSTIESNQI
YDNVDEKLVTLIDGTSVTKRRWIVQASHFADEDAIALLAARTGGLSDTLLKRHKLRPHVGIAFPLDGDDAREVGQLFTYL
RLPLSTGFPAHVHAFFALTPSRQNLKNQGDPTLMKGSDDHLLVEWNKLLFDIFIPRAWGHLLSSLVQTQCGTDVFKAWPL
AQSISWCGESIYWNNFPHNVLSSAIEQQAQVWPVHGSSPLSHKILQGVFVATTATPTEVLDILSSLGFSITRPPAYITQM
LQSQDYSNRGVKFLTPDTAATELKTRKPDLAEVNHKVILEYLLSTGNLSNIVGIEIIPTIANRLVALENRGSTTISHTLL
EEFDAQLFRECDDQAIPLHEFSTAVSSLLRRLGPNSLNVKLLDVGRVVEYLSLHPTRVGRDLASSQPDSMAVEFLSDFWV
WFEGWGMKNQLRPMLSTLYLLPCTHGLREANSPVFSTVGRDPVLVKLLEGLGVPFLSSTFKQASEKVLRNCHLVVDIDNI
HALLNTLSHCRAPTLSESDAKLILGHITTCHARSVALRGSLTNSQRDALRRLPIFPVLHVDETTARKSTVWQSLESYNSI
QGISSNCIVPVIPKTAFLPTDIISPSALSLAGATTTTLSPLGVLDLTLQSNRLQHQSPAVLEDIMAYLATRRIWINDNTR
RALMREKIVYNASGTLCAPEDLIDPSNPLYTLYSSDPVRIPSTSDETRAKICKSASTLGLFDAELSSANVMDRVNWIAAN
ADNPSFVSHSLKLLEILEARGFNCCHLNPSIRTYAWLPTQDGCLVPSTQCRPATDDPQLFDQVLKTFHPNAALPSSLIRH
LRWNQELPVNVLTDQMRILLQGSPSCQQIVTLLKALGQRTLLSTEQGKIREVLSGRLWVPTSHYELVEPSQVVFNHSIPE
AGIFVIAPALSKDKGASRLLRLLGCSESPSFDMILAALNRLSNQPPSQATASAAISLLKFVTANGDLSDTQRSQLLVPDD
GNRLRSKGEVVFNDIGQQAILVQRDGFDLAHPLIDNSLAITLRLDRLGLKYIDLQEEFEDMGATAVTLVQKAIAQYTEKQ
FLSEFLANAEDAGATRFSVVLNEGSGPAFTSKKLLSTEMEKFYNCPSVLVYNDGVFSDNDFRGLCKTHIGGKKDNPSSIG
QFGLGALTMFHFAEIAVVLSGKYVLFLDPSKSSLPVPRASIKLPLKDLVRWYPDHLLPFDGCGLPDIEKIKSSGEYPGTI
FFLPLRSGSHCSSRGISQKTCSALKFHNLLSEFRETAAQNLLFIRLAHIEVSSRHVGSPRSLWKVTATRTPYDHDGFTFI
DTVIDGDGKRATTKWLIVSSSRSLNEVPEEVRYEGMKHIRTGLAACLSSKHPPPSKFFSTLALAIGTTLPVHVNASFFLS
PDRRQIRHDAYANKETRFNQWLLSDPLPQAYLVLLEEIAKSRKNDRWWPENYANYASSAVDDVEPDDILTSNQDDALTST
LIRSFYSLLPSTERRILTPRYAHPSRSALKVNEAVFQPTGLPDGVKRVLDITEPLYLTKPAIRSRVWREARFSCLTPEHV
KDLILGGAVAAIQSTFSNDERRGLLSYLCSSDPLNLRGLPLLRLQSKEYTTFESSGQDATKFIWESSAIVESPFPLSSFV
AQGALPSDVILSARKSGLNIAVFDLSAVENLTRQELSRRSPLERKNWITVFWKAYRTLPGGRDLHLAIESLPLVPSISDN
FVSLRQCKDDNVLVASALDQEDRLELIQDFGVTVVSRDRCPSALAEILRMSEYHKSGPFFHRALRCFQSNLSGVISCLSA
WPDSRRKEFSKWFRSQLYTKPPKGLLPTARQLPVWPARRLASKDWKAASEIRCLPSDLDVSAAELLDVWVCKKPAAQHLG
VETLSVEELKLHLRLPHILSQPDESVYLPILSKILYLRKPGAVKVPNMNRVMVSSKVLYSREALFEAAFKQDPTKFLLRS
YSALEGQLRQKQLINRTSELNMSMFTICAQALHDSDDDEGDKVERARVLFRVYGEDLPLKVSAITFTNQWDQLDHLRFIP
RSMSTDKTHGGWTLPVPSRVAGLPEVVSPRELVRREFEDIAWTQLASFAQQPNQRVLLANDNLGRPSLSNVLAHLRALCK
MRPGPDVLHYLKSTYAWLNAIASENTTAIEQLNQESIFLNIDNPNAFDTWRWTPAYHMAFENHDLPTIHRVRPFLLDYKD
LLKAAGVQDVVYPDVDTSPAKENTDEELLKRMRTGFAKMRDDLQFTDVVFTSEEDESTEKPQQFFAHRNFLSVFSGYFRD
MFTGSFAEAQQASVSAPHAISLPYSNFAIQTVLDYLYTGSVINPKQPDLPFEDLLQALELSHYLDIKSLFDNIQLEIIKR
RLIDPLTLENVKGRADTVQATRLSKYCDDYARSNRDYIRRIQQDAN*                                 
>Ccin_CC1G_03050                                                                
MFSPPAQLARLGYGLHPELKNRTQAAIVCLQPNPSSYSGAHRHIFFIYTQRPSLEEQALFTLTTSVLLFTARLRRNLPDV
DAKMLALKWSCDLICSRSDVPTRSDLNPLHPRIHSFDVYGLDMSEQTGSSSLSLLAKRKRVEGPDGASPDSEPIQRAKTW
WFDDGNVIIQAEKVQFRVHRGVLSYHSAILSTMFSLPQPSTNDTSTETVEGCPVVPVSDSAMDWDAILRVFYSSVLFLNG
GASPPLEVVFAMIRLGHKYDMPHCRNEGIRLIRSACLSTPNFSLSPSLSISDLVQFSFEMRLETVQARLFLYTVENPGFP
EILYRGTTSATGKTTQISPSLHPTLTLGREKLWAEMQTHLFSYLFKNLDSAGCHDTEECSKAKLRITCKIFTPVPQLGYI
LTAWDPDLFGKDLCKHCLAEAKATVTEGQYTMMKLLPKAFGLPPWECQKDLNF*                          
>Ccin_CC1G_03051                                                                
MSGTSQRASPAPPSAKRRRTNLSDSNAEEQVVNSTEYWFSDGNIILQVENTRFRVHKSVLAIHSPILHDMFSVPQPPEGE
EFVEGCPVVQLWDRAEDWELLLWISYRGVQYRLQENTRPHLNTVAALLRLGHKYEMADYRDHGRRGPYGFHHAAAQADRH
VMWATFGDTSSFSDLFNLVMELRLETVQPQLFLSTMCRPDFPEMLWTGTTAADGNVSKISTSMHGALIMGKEKLCQALRD
DIFDCILHWEPDHSACTSPARCEPEYRKLIVNLFTPVVQLQKAFSSKAMNSFSQAVCQNCSITAKQSVTEGQEAVWERLP
EIFGLPNWDELKDFNFD*                                                              
>Ccin_CC1G_03060                                                                
MPTSTLNNTSHQPPLKRRRTEDDSAMDASAAAVWGGGGCPHCAHCAALRSQASSSLPSSSQPSPSQAAIPQPASQSSTSE
PSPSTSQLTQPSQRPSEPTHSHPTPSQPTGTSPPDRPTPPPSYTLTPPPTRSPDVWFDDGSVVLQAQNVQFRVHRTMLSR
HSEVFRDMFEIGRLGSSINASNTPQAADPTPLVDGCPLIILHDDPTDLTHLLLSLYDKPHTTTDALPFATLAALLRLGRK
YHFPSLYAEALRRLQSEFPASLEEWEKLPQTYTYIVEEEGLLFDIVNLALEMEVHEVLPSAYYLCVQDLNDLLYGIPRPN
SPNGPAMLPPHIKNLCIQARERLLALQYDMTFAWIDLLGNWNQEDHGVNTDCLKPDHCGRIAGQLVREVFLPLPEVNRTL
EKWTDFTTYTPLVNQLCAVCLEDARVCHEAGRRKVWEGLSGVFGLG*                                 
>Ccin_CC1G_03065                                                                
MPETRGIKRARPGDESPDSSPLSTIFVSESDLESTLSDLEDFRIKRSEAVWYDDGNVILQVGDTRFRVHKSILSAQSRVF
RERFLEKPEAKKTKGKPGGGRPRRPRFVDGVEVVRLEGDSVQDWTYVLQIVYDGHRTYRSDTSYPFSVVRAMLTLGDKYG
FEYLRSQAVYLYEKTFPSDFSTFSGIYYSPSTNMKMTEKWIRMDARTTLVDVADMANLFGLIACLPAIYYLVVSQKDFMS



CIATGFAREDGTRAIFSRDFIQILLSGREKLITAAARKMFNWLWSIPEIIPAAGSCKDKISCRNSLREIHAKYWWPSFPP
SKILGQWNTRYAQDLCPACAKVAQAEFCKGQKEVRKDLPGFFGLSAWEELQNRGRA*                       
>Ccin_CC1G_03075                                                                
MDTQVPRISQVEDTKEDSELKEEVETCDIDMEMSTKRSDVWYDDGNIILQVEKTLFKVHKSVLSEQSYYFEELFSKPQPF
PTPENTGEGGCPILNVSDDELDYTVQWTKCLRTIYNTRRDLNPNTTYPFALVHAMLVLGDKYGFHYLHKEAVNLYERTFP
SDYDSFCDLGTTSEFESDYFVLNEQWTIHDIVKTAVEFGLERCLPAIFYLTLTHRDSENFLFGPITPAIGEPTRFDNDIL
EILVKGREKIYHSMARNNFAWLWSNPHSVPAGTSKCQKYKQCKLALERLLKKYWLPVPAIENALCPWRDSFGKGLCDSCY
KAAQRQFESGQKALWKELPTLFGYPPWDELKSSRVEKEEDEDDSPDGEVAGGSDAIMAITKRYLR*              
>Ccin_CC1G_03092                                                                
MSEPGSSRKRPRTNDDAPVSDNSIQIIGHTTRNQKLWFQDGNVVLQVEGVQFRVHRGILERHSNVLHGMFFVPQPEPVAA
AQETTIEGCPVVTLWDSSRDWEELLQYIYDGFLKRRTHLTFPLIRAMIVLGHKYEFDTLKEEGLTYLSQVYPPSYTALNS
TERKDKLKLFYTDDTTFIDAVNLALEHNHKRFLPALFLAVLTHTQYPEILTNGLADKTGRIVKIPAETAVKLAIGHEKLY
EGMLKHPYGHLTGKTTSPRGCFRALGPQSTDSSSSSSSDSDSDSTDSDSSDSSDSSSSSTDSSSSDSDSSSSEGNSGDDF
GQALDQAMDQAIAQRVEQSIRARLRISPCESVRLEMLKDLVAPPVTVSKVFSSSIARGRHAKLCSNCLEYGAARVREGQR
KLWEELPTYFGLPPWKQLEQEQEQA*                                                      
>Ccin_CC1G_03319                                                                
MAAADDFSTNQNQASSTVPGVEDPSLKLGFSSLQRHPLSFEDGNLALISEDHYFLVHRGFLCRHSAALKDIILKSEDQRR
LFNRPVVTIDEKWADLGCFLSSLYDGVTHLSSSIEDFAVVAAILRLATKYQVEHIRIEILRKLASTWPRNLLAWDIRESN
ATSLGLYKPRAVYPHPIMVIPLFYEVKAHELLPSAYYDLSRCVASDIVSGWSYPADPSTSWHLDNDSILTVLRGKEQASR
FLSTFIVNELEGREPSTGCIYKTDPDPLKRRICPASFEAVTFEIVRDCNGVVCHRVTDPLFAILDSYLMQKRDNPIGRGK
ITFRACDSCREDFAHAVEAARNNLWQKLPSWFGVKLDLWPQTAGY*                                  
>Ccin_CC1G_04002                                                                
MEPGIFQYVMTLQRRPPRISLYSKHVGAKENAHAYYQDILLTLSWVSCHCERAFASRRKARFALASPPGWWVAQRMTQRA
QMTHMSFYTVCMTLAHDYFNTRNLQQFQRLLDGGLNDRKQQAGNGASAQPSTSGAKSWNKPSPLATMTPPVDVNARDWLG
RTVLHLACSAVENVEYVRALLKHPNINVNVPDTESHWTPLHRALYHANLPAAQMLLQRSDIDISLKDWEGYTAFDLYNST
INGTNPDSRQLNAELFTWGANRNAALGLGDGNDRSHPDQVIIPGKGNPEDLKDNKLTERFIPISIRQIQMSKLHTAIVTS
EESGNLRVCGFGSGGRLGPGQHTQFSLKPLPQFSYTITQVALGQDHTLALTKNGEVLSWGLNHFSQLGYPLELTGGKLEE
PIQPTPRKIPGPLKKETVIGIAASKKASACWTLDEVFTWGTNAGQLGYDKNAQPVQVIPRKVTKFSQPVIALALSDNAMA
GLLQTQQVECIWNDRHYRINFPIHAFPSEIQPFRPRQAIKDFHIAKVTCCGDLFAALSSNGEVFTFSPPTDGGDGVDGYH
HKGSPFKPQRVWALRKKFSSVRDVAMGAEGSIIICTESGHTYVRIRTGKGGGKNFKFQRIPHLQRVTHVCANSTGAFGAL
RVDFRPKKIDIQGPSIAEDLSRVQPYRLPFPAEAVPSGHRFHPTVVDALDEAGRSKTSINVPALSLDDDNYIDEDGDDAD
IEKDIRTLQGFMNIIQREERKVKAAKGSLKYGGVALPHGADTLISIGTIHVPAHSVILAARSTVLDDILSKRTTATSSSI
SIVVTRRLPGPGNGVSNLTSLAFSGIHPLSLLIILHYLYSDEVLAIWDRRVYSSLTDHALSTLKVDVAEIKSDLRTLAAT
LELPHLSQVLQAPVKRPPAPSLSTDLSALFEKAQGSKQRRSLPCSPDVVLELRDKEVWTYSVILRARSEFFSCLLDEDTW
TRKRWGQDGVLRVDLKHMRWHVMEFVLKFLLCGKDKELFDVLPFTESVDDVLEFMFDVMAAASELLLDRLILICSSVILT
FLDIHNCCYILSEASYYHAYQLINSVQEYMAANMESLLEMGMLDDLPYSLVKQLSKFIKERQLEKSSFSRTDVYLDGLLA
KHWDWLEGQDIPVPYVRSGKQHPSRELAKTRLSPPVPPKEVPSTPSKQLKIPTSAVQRRPSGDDLFAMDLGEPATQPSQS
STPWKVPDAPRVDMRALMAEAQESNRSIAPPISASPSRGQTPRTTSGPSTINGPGWKTPGPSTTPLTPSRSSASQGPSWR
QHASPQLPPPASATPPSATPGAGPLAPKAAPPSPSPLRSKASKPTTPLAPLPGMGPTFTPTKQAVSKSSGIRNVSGGKAW
TAPPPEPVVVTTNSKAVSFAAIQEAQQTQHAPVKDRRSLKEIQEEEEALQAEADFLKWWEAEENRVKEEMAALEKINQGG
LTKGERGSGGGRGGRGKGRGKSEHHRPRSGNKPPATGGSGGAPADAGEGGPSRGEGETQGKGKPTKSSNPDDGQPRRHRR
PPKKQAQGQQAGQVPSS*                                                              
>Ccin_CC1G_04507                                                                
MDILDELAKPEIPFQTLLDKRNYSLCMRHPQFYFSDGNVTFLVESVLVRVHRYFFQRDSPVFASMFSLPPPPGEGPEGAS
DEGPIVLEGVKLGDFERFLSVLYPKDFHSGNTLATEGWISTLKLASLWQFTSITKLSLSKLTKLTSTSPIDRIHIARQLS
PCIPELSTWFMTAYLDLCTRDEPLNLEEGEKLGMKDVIRIGVVRHHIRFVKGSDLDRSKDMVLLLVAQTWGKDLYH*   
>Ccin_CC1G_04513                                                                
MTSTNTNASSASPSYYPPNILQAPYLGPPRMSREDLQGRWGDGMFAPPVPSRRTSGRSKRRSYLPAPHPGERLTGLGNPS
QGDVSNTHPATGSGRSQNQGVPTPAQVPAVEPTAHATGNTPGAPKEVTLHLTMPITFPSGIGGPAQVKVPTAVDTSSAVP
GPLGPTVIVPPSSDGSGRSNKDWVSVDSVPSAKLSGSNARSVSRSRSSSPATTVSPRSRSPSTPETCDVCPEAAINTVLI
NSRYDFMGAPNNNLEALANNFGRMSVKDKDNKNVRFSRRRSRNPLPDLPIPQPLFPQSIKGDTRDTNTGPIPVSAPYIPS
LASPTQSPWSSNRSLPSPTAVPAPFPRFSPSPPPLIMPPFAPAGYCSKCSVPLAHTGSTVCDACRPWDAMNGYIYPQGRP
IAPSGYPPFAPPVAPTGVFAPPAPSLYSYPTRGPSLCSLSGEVIYPYRVFYPGQSGVVHPVYYFSDASLAFVVQGYEFRV
HRYLFENGSAVFKKALASFPIERDNIVTISLYTATADAFEAFLKALYARPGENIFENTGDRAEAGSSMTSLQRAQAIFSL
ATRWEFHTLCKEVMAHYKDVGSLVDRFIVAKKYVKLNPAKEPVVLSTWGGPYSPYIPPANMATPWDPLKDAKKVDDEKPD
WEAYLLDVLKGLCLGGNPVTLEDARRLGLETAMKIWHAQDQIRTHFPDVMRPTYRACCGLAKPQNSASDYPHVDTHAMKA
IETYIKKKFGIKTCE*                                                                
>Ccin_CC1G_04664                                                                
MLTATHTEAPQASRRNKDFYFDIVTFKVENEFFRVPSLYFMKESDFFKGMFQLPVAEGAVADGHSEDQPLLLEGVLAKDF
NSLLRVMFPSSVGQEETLNAEEWEGVLKLADMWQMEYFKTRAISKLREILFRDPATRIVHSRKYNIDEWLLPAYEQLVTR
SDPITIEEANLIGLETTLKLCAIRESYVLKVGDDYGYGRWVLQTRRGNIDTPTAALPLRVRMKKDFGMDLELDESDLLLQ
TSTPVRVRSSTFTVDSP*                                                              



>Ccin_CC1G_04665                                                                
MYLNPGLAFKLSSLVSLNLHVHNRAINRLIHYRWNDDLYSTLRWPAIMIGTPSPDAPSNTSTIISSISTAKTAAQTSEQY
FFRDIIFRADDELFKVPALYFLTESQFFRDMFDLPNPEGSIVDSTCKDKPLVLEGVRASELSALLRVMYPPTFREADLLS
KEEWAAVLKLADMWQMKPIKALAVEHLVQDLSEDPVTRVVLGKKHHVPEWIIPAYKQLIKREEPISPKDLEGLGVEIALK
ICAMRESCSRVEYPGGKGRAPQTVWSLGKSRPVIPSSEDLRGLDERLQKELIDN*                         
>Ccin_CC1G_04672                                                                
MSSIPNCVKVQDESASGRTTLTPERSLTDQPTENKFYFFQNLTFRAEDELFQVPALYFLGESHFFREMFELPPPEGQPLE
GSSKECPLVLEGIRAMEFQALLKVMFPRTFGKAEILSKDEWEGVLKLSDMWNMQTIKELAITNLTPILLEDPIARIVFAR
KYNVGRWLTPAYVDLVRRQEHIGVEDLEAIENELFQVPDLYFVKGSQFFRDMFELPTPSGQPADGSSEDRPLVLEGIRAA
EFLSLLKVMYPQNFGEQERISESEWTSILKLPDMWQMSAFKKFAVESLALLLSEDPITRMALARRYGVEEWLYPSYAELV
RRAQPICREDVDAIGIETALKICSLRERCVEETTKTITIYGANQGRLFANIPTTNTVQTLVLNPQRKQVGSDQITDMEQH
IRDIFSPERR*                                                                     
>Ccin_CC1G_04675                                                                
MDTSAPDAGLGQDPPPTKNALYFLRIVVFKAENELFQVPVLYFMSESQFFRDMFKLPPPEGAPVDGSSEDHPIVLEGIRA
LEFQALLKVMFTQKKEELGTEEWEGVLKLSDMWEMHRFKSLAVKNLGSWVSAQDPVSRILLGRKYNVDDWQGGAYAELVR
REEPISLDDLSALGADAALKICSLRERCHPVKTITKVIQEYVYHPNRPPTSETETEACEWTLQARRQEVPGKELIDLEEQ
VGVIFGIRMPLHRGPYICAGYTVNV*                                                      
>Ccin_CC1G_05070                                                                
MAKETRSAKRKRGESTTAEALTATTSEPASVNIQRSQQVWYDDGNVILQVENRQFRVHKSILSKHSPVLRDMFSMPQPDG
QLKEDCPVVVLEHDLAKEWEQVLALIYDGFREVKYGVKLWFSEIRSILSLNHKYDLPSLREEALSRLKLEYPLGPGFEEE
NAVKEFGERDKSMELDNHTSMWDVVNMATKYRLERWLPAIYLQALMQRDDDEALTTLIFDGTVAKDGTTTTQLEPAIQRL
LLKARDRFRKVMKDEVFNYLSNERVIPGNACPQPKRCALAQAGLLRETWGQGPTVSSVFALSEPDVGKLCPACSKAAKCT
FWKARVELVKKLPAMFDLPLWEQLKEYEGQVAEDEEGNNQNNQ*                                    
>Ccin_CC1G_09209                                                                
MTEDTQAKATGRGKYFYRDLVTFQVESTTYRLPREGFERQSEVFKSMFELPQPEGPILEGAGEDNPIKLEGVSTVQFESL
VEILYPSQVPYTPLNKDQLLAALGIAQRWEMNEVIHYIESALLRLKLSDLEKTALGKKHGLNRLLVEGYLPLVTGSRALG
LEDAAVIGWDCVGQLLYLRRLVDAKFARERRCGWEDLACIKCGGCPRENRAWVFSDCNCAKENKATLDVVRVKVVTEEPW
SGPTLEKIREFCRETMAKELGIESGA*                                                     
>Ccin_CC1G_09212                                                                
MTGRVYLSRTKPVFASMAVNQFLLARRRAYASIADRYLPIQWTARTSIKLDSSLSATLDVLVRKLKPMNKASRSDKYYYN
SQFAILQVDDTLYNVPQHALERESSFFRTLFTVSRGDVEKNSDDNPIHIPQVEKEEFEAIIEILYPSEIRHEWTRDQLVA
ALRLARLWEMDAVAHFIEESLRNLKLPLSEVDKIILGKKHSLAKLLADGYLSFMTSDTPLSVELANQIGWDSIGHIAFVR
QEFRQDWRFKPKLVCSISGAQCSQPGCGGYLTKDNPRGRSSRIEDLGCQSCKTMSSMVVLSDVEKELPTEADPEDVRKAL
EKALSRVFQSSGESKGSD*                                                             
>Ccin_CC1G_09695                                                                
MDVDGKTTEGLPTEAVLNRSATIWYPDGNIVLQAENTQFRVHQSILARHSEFFSNMFSMPYPRDPMGPTVEGCNVVSLAY
DSASHWQALLELLYDGGTKFLKMDSSWPLKLVEAVLTLGDKYTFDNQRTEAETRFLNTFPDEFGIMTPKDPVFSERWIYL
DKDRSFCDFVNLAFEFEALHKALPYYCSGLWSRGYQNSG*                                        
>Ccin_CC1G_10014                                                                
MSSSRSPSTNPTPPTHTTTTTLSSTLLTSTSPPTLQESIKNSTKQWQEDLASLFKHAKDRFPDVVWETSNEGLLEDDGLG
LSDGFSVSYVNGYGDEEERRRTVLSRVRVEEVWGHKAIVYARAPPSFQNRYFSFNRPHGATSPLGYNQSDDYHGTDDDHH
SHFQHQQSLYPAESSVSLGLDLRTPSPYRSGTPSSMVHPTTNLLRISTTINPALFSNELEYLYTGQGFGEAFEFLFDSSE
HAALGGGLVTGVDGEDGEGGGGGGVVDAEALRIDKLRKDLVFMWRSRLYSDVRIALTGTFASSSGTHENTTAIFSSHRFM
LVSRSPYFHSALLGGFNSKRRIGGVGGGIGGGDDGDPPTLTLPSPPFTPASLHFTLGFIYTGTLIFSHRTYDLSTAFAIL
RASLYLSLTTLHDEIQARITTEMLHGLFHAFLPFAEYEKLTQGKWGVGGCRCRQCARRAPRVLEFSLEPDVGNQHLERGA
RRALVGLFGEGWCTTEFASLPPKLRESLLKGLAKRTTPQNVWALLFAAEHALLKLGPVIDAWADTVRENIFAARKVVDEV
LCRESEKCFGMEEWVVGVVGEDGEGVGFEDMEKVEWAMAAVLRGVRERWAAGVYQTLVSSILLRPHPTEENAPLLSATSP
IRQHVEQTRLELLKWIGKRWIGIRNEHGFDELEGWALKEISDYIEVPIEDLLNPIPAEKSSPRAGGGHAQSASAASRTKT
GSAFLRPHSQHPHTSRIDADSDTASSMRVSVLTRNTSTVSSSNRYGERSYTASLTPSRRRGGGNESVASSVRSSARSTAT
FESGASGSTVGASGRRRVTGGGSSVVSSSVASTRREASSTVSSSRAGGARDGEDSPAKRIAASVRSRMKADEVRERERER
PDSKLTPVEADVLRAGGVESLYGDDEDLDDNNDDDDEDEGEMRTAPEGRSTVHEDDDDGALTETEAGDGEDRVTDLEDGE
EEPQEGDSDKSVDGRSTSTAGGRRQARQVKRTPTSASSSTTSSSVAARSTANRTPTRTNTMSSRRTTLSNASSMSASPAV
KKMVITRASLAGSGVSLSTRGSVSSMRSAASGVGGRKVSGGSVVSGVSGVSGTTGLSRSTGVSGSTGVSGRPSSRGSTRT
GTGTTLSSRSTASRSTLSSITTSTTSTRSSTSRPASRLSSVSTSTAGGGRPVSTVSTASSTTEGTWRTASQGGGLATSPL
SPTAPSSARTRKTSAASTVSTASVKTTTTATTASAARARKVSTGSVASRKEPPAGASASARARKVSTGSVSSVASSRSPV
ARRGGGKAPPVPAIDPTRLAPAVGGRRSAGVSPTASSFKGTSPTTSTSKPGSSPSNSTQRPGAAGGRTSKGTPSLRSSAS
SASLASTAGGGKKGVGAGGTVKKVASSPAAGGGSAKGGEKEDDRSKRSPEKKSDSLPTTPALSTKSLGSSTSVSSDATSV
AGGGEHKKTSSSASNSSVATLTMKKRDSVDTITGRTRAASPPLPALPQQEEPEPYDPADYVPKGATLDIGIPCIISCKRK
RFKAYARYIGEVAGELGPWVGVEVPMPSWESANYGYSSISSSSTSASSHPTSEIDDRQWNDGSWGGIRYFEISNHGGDGW
GGEDRASRRRRVDAGSVGGAVWGHQSSSSYSGSSSMFGGSVFGRGTLKREGDTLSINADRMKKMRSVSPTMSESSSMVES
RGLFVRPQQVLYVVDAIGPD*                                                           
>Ccin_CC1G_10647                                                                



MSAARDQSPLFRFPDADVVLLSGGSDATTEFHVHRRVLSLASPFFRDMFSLPQDPSKPNDIPRIPVAEPAPVLEKLLQLV
YPMADPVLTSLEELKDVLGVAVKYDFEGAVSMLRAWLITPQFLHSAPVRVYAIACRYELEDEAKVASRYTLGVNLLDVPL
SDELKWISAYHYHQLLVLHKRRAQAALGYLKDVKGDLKCMQCNGSNFHLQLPTPPKWWTEYEARAREELSLRPTTDVIFR
LDFLYKAAAKGGCPRCPGSVLESWKFLMDLKNAIDDLPSTI*                                      
>Ccin_CC1G_11551                                                                
MSTNPSHILIARNSRGHNPSASLSSPTETHAAASGIFRSSTSPPWHFEECETDDIVSDLSNEDGENNNEEAIQLDETFTR
NSKFPGTVKIIVEATTFWAHKEVLFFASPFFEAALSGNWSETGGRPQSISSVITISQPPSDPANKEQHDIPTEMTFAPMD
SEGEEGLDGEGYPDPDDDIEILTDPENLKSDPESSSDTESAKQRARGDSLAKLEASSTAAKSPTPSPSKSTKERDPSATR
KKKLSPALATIRRRMKNGPDAVIVLKEEKATTFHDFLKFVYPHLECTITWNNVEGLMNISHKLCVPTLQRECLSFLLTHA
AGRPIKAMRIAELFEEEELYREASRFVLDNPGGWSEHELNTLSQETLLKLEKRRNWFLERVLKLGLTMIAKEYQCCPTCP
DPATCARLLDEKWRQAYHAVFRFGPPQPSMVFRYLRMLEGVSPPLSLTQTACQASAKAFTATLFDRMFSLGLRGSGTETT
PIGARVAVAAVAGAASGPRRHFLYCALKNESPQKNKRTRSDQT*                                    
>Ccin_CC1G_12438                                                                
MSSSDSQAPEPHQPIHSSHFWYKDGNLILQAENTQFRVHKSILAAQSPVFRDMFSLPQATIENPSDPPVVVLEHDSSVDW
ELFLSSVYNGFKFIDPGKVPPFAMISSAFRLGKKYQCRDIFESALGRLRSVYPPGEWESLTAEFDEKIIALAPHASLWDV
VNLAVEYGLQKMLSKIYLQALMQGAKPGDLVTLILEGMKNQDGAITRLSSETQRVLLKGRDRLHNAIISKPLRYIWNSHI
PVYKCTNSVTCTQERDKLLRSHLLPELKIDKAFALPVDLDQFCYRCAGIAEDSFVKGQKVLIASLPEMFGLPPWDEMKDY
DWQDDE*                                                                         
>Ccin_CC1G_13560                                                                
MGSFSPLPGWENLIRSDFWFLDGNIVLLAGNAAFKVHRGQLERQSEVFRDLFSIPQPASNQDLIDGCSWVELHDRPADVF
YFLSALYDGLYFKIPRTNDFACVSAVLRLSTKYLVEALRTRCLARLELDWPTTLSGWDIREREALDDKGRYLPREVCCHP
ILLMELAIELGAQHLLPSAFYDLSRYGPSKIMAGTTYHAVALDVAASKTPIEASRERPATLNKDMLVRTFKGREAAQRYV
SDFVAKELENRPPAPDCATRNEKENPSRNCLESFYFIMLNILRSVGGIACGRDADPLFTLVQATEMLSRTDFSDGQRQTG
LRICHACKVDFATSVGKAREEVWGLLPVWFGLKEEGVPLKVA*                                     
>Umay_XP_762572                                                                 
MACHSPNAAATNTRAGTIPAELEHISPSVSESASASASTSTSTSTSTSTSTSTSAVAPCTAAQTSASQLASCVSLSTSST
ATNTTDDLHNHTSDAAAPPSTLDAPATSDVDPELRAPTLSAHNADPSDSTDQAAHNPAPSSTASLLPRASTTSTISSASS
GSATPTNRSISTRPSQPHVAHARSHLLAASANAATLGPARRSISRLGVQPSNNRERIARNNVAASALSSSYTSNAVPSLF
GFYSHDANPTAYANSAASSTNSTTSNVAPHVWQPPPRDAVYHNRTASNSSAPTRSSHPAFASPIATPRVGPLSFYPSTTP
RQHARVSSNLGNAYRSTETQRTGAFHSASTTNSIDSTLSASSLPAEQPTFEETTTISFTWTIRDLHLLREEVEHSPPPSE
GGRSVSAGAGKSDIWTNQPIFGDNKWKLELVRTTRPLPHHAQPPAFSPHGAVDNADDPSVSPTASALDRVPVETDDSNPT
RTTITILSVYLTALVLDYTHANVEIPASIMVALRPIRAAVVRRGSQTGGYLWQRFYDYTFQKEADLFTCHDLPSVSDMLQ
DTNVARDDAIALTIQLGLGPGHTRALFSQPDHPAALHAPVEVAGHHIVPRAILNSLHGLLDDANTGDVRILVRERGILLP
DLSDDASISDHGHHDGTVADSLGRIVPFPIGSTCPAAPASTESSEAATMTGIDDDQDRIFVRDRVLWAHASVLKNRSDYF
DIMLHSDFSEGISRNYGSVDTSFGPARNVRTLQISDADFVTAYWFLRYLYTDDIHFADKQDVRSAVLDEEWTKGADLGYL
TTGSTSGDAAPAVDLRKSMLVDWTPISQLKHYDDFNVDGMGYAMAAGTATGARSELSGSFVLQGPPTSKTAATSGSLRQR
TSAAGLGDGSSASASVLAGGGNGVGARTLSAPNSPSGTTVSGAGQHRSADEASRVAGRAVCNVSAPLDQHDHPCAEPGPA
SALSIFKLAHRYNMYELMRLASLHMVATLTPQSAFPMLLATCMYTELHARIKTYVYQHWHLVSHTHEFEQCCDEVCMGMW
GADAGKTMRAFVTSLVSPLRAAAS                                                        
>Umay_XP_760428                                                                 
MTSSSSNIAFNSNNPVPALIARRTTVLAPPSLSTVNHLDGAIAATASSSSSSTPASAANPRPSINSVSTRRHRPDLQQAV
SQPTAAVPVSTHENISTSKSWFSGLHLGSNAGSSASTVAQEQRRSSGGAGGGDDAQGFAVHPTFRSDAESRGDVLVRVDG
VEFWVHKDVLLFSSPFFKSVLEGGWSESRLSRLVNKGEADAVTLAHTLPMQQEGETHDAAINHLTGAHHVSERSTRSLDR
EAQAQAQPHQQDLYRPDDRVDVTEESASEHAVNHTVELESGLLGVAESQRSSLLRASYHTALWSQDDESRGSQMHFHDTT
EDSLSVDSDANDVGSASEDGSASEGALASEADQAVPQQKHTPDGDRDAVSAISAHQLRQRRSKTKHLATLRKLEAAQREK
LIPTRSTSRSLDTACKNEALVETGAQQRLESLATPPLSRRASGYDDALGVPVTAPEPNTEAAAESMQCATSTVNSSSEDR
HRAAALPAHYQGIISVIDLTEETASTFHDFLFHIYPHLDLFVTWYNCGPLLRFSDKFQVPFLRRSCIAFLRAALAGRPIE
AMRLAELHGIDDLYRQASRHVLDNFAAWLPDELAVLSHETLLKLERKRTWFLERLLKLGLANPARDYECHAACPDPQACA
RALHDKWQTAYKAAFRFSPPQPSVIFRYLRELDSIGVGINASSGVSSAIGSVTGLAGHREGLGARSVRPYV         
>Umay_XP_759930                                                                 
MSRSPARRRSGELSVPVDKNNPMETHSITFEWPLHDLKQHFDSSNSDAKSKVIKSVPFGQGRWTVLFYAQSGLQQFCSLY
LNAEPTPEERNHSKSPWDSYLASNSNTRSQASLADKLAGATDEGWTRQGLFRFTFKILTLNKGIVLATKEAFNHAFSHKT
SNWGWAQFASRDTVFYTNSEVRETDGFLISVTITASAERPRPLTLGVTVPPALIQAMGSLLDDPDHSDVVFVIRRKRRHH
KTGAIVTRERRIYAIKKILASRCEYFRDMFDSGFAEGDVTAGSDDETDDEVSLAHANSRGVGQDGLSLIGSNCFPSSVEE
DDDELGLEDSDEEMDVDEVYEMGMSNLTDQQRNSEAGLARNLASDTATTPVKAAATSSESSAARRMRETSSDVAQLSPFS
STQTPSIPSNSAQASDYVSLQQTTPPQSRNRQSNDQDAGTDSGEDSMRVQSMSAFQTPQHSPRSLRPDVSAFVSPSKSSS
ASMSLQLRSTRPLQAQAATQTSHNGRTLSQLRRSVDLGASNVHSGKKRRKVVVRDAAYATYKALLYYLYTDTIAFAPLHS
RFYSHATSSDDKSDVLGGELDLADGASATYAASDAEASPVRSSTNTAPGSSFAKDRRRAQHLRQYFIDEYCAVHTNVPAP
CSAKSMYRLADKLQIPELKKRSQQELANNLTVDNIVWEAFSGFNSQFPTIRKMETDFLLKHWNEVKSTEVMKNIVSRPSA
HPGLADIWPHLLSQLEFRGSNSENKSEGSA                                                  
>Umay_XP_759382                                                                 
MSIPLTSSGTQTAGPSAYADSARRGRVRKARPSTDLQSEAGPSKAPEPRATRHQHDDPVLSAQEEATRIWKADMRRLLEQ



AEHRFADICWTTASAETLEQHDLDSKLDHSAYAHSETAGQSSSTAAHYALISTKHASLPNPTAPSDTLIWAHKAILYARA
TNTFQTRFLNLRAPAAQLRHIGSTASFISLPLHQSESQLSLASNFSGSTQTGTVPTPTTNSAVTRPGVPAKPRSSVRGAA
PPSSFSMRKPSLRKPVSRSSISRPLRKGSIDEANSIALGFATSDSEGEGAPTTSLRASRLINTGSTAAASHTTSAISSAE
RSEPGTGGPERKSSFASVTSTADSRLMDTRSVVSDGSTLRAPISLGGVSPAFFEATLQYLYTGEEDMVNTFDFLFEDRLT
LDLHASPEEKLDKLRSDLTFMWRSKLFSDVKLVLGDDGGEDKSDMEGVASNNNGRHRRRAPTNLMDIPDANMSVLSLAQT
IDTDRIEDSDTEDDELTSFSTHRMILASRSQYFASLLLSPYADARVPVLHLPSPPFTSASLHFTLGFLYTGTLFFSNRTF
DLSTAFSLWRAGAYLQIETLQALVTALIDREFCHGFACSPPCRRCAKRVPRTLAFATSPDVCEQALQEKAIAAVSGAHFG
IYWAKDVGNLDPMLQDRIVDSISDRLTQDPTLVVSVLRQLSIVGQRIDTERSNRWVEALRSMAETVENRVMPVLHANLDK
IVQSAAWSDLLDGVGFLGDVLEKSLVMLIDGLTEARAAQVYQTLVGQVLLREQGFEVIASREAVETARASILRYLKKRWI
NVRALSGFNKLEKWCLKEIADELEITTTDLYLAEVPPSVKSTALPGRLMAARRNSSLGGGAVAASAVASGTATTRGSARQ
SSSLGGAVDSSCSSIISSAPAASPTGTTASPARKLIRDDDERGDLSIHMRAAVLNRNAARTSVANGHRSTSCASASSTSF
SAARSSPTPNGAMSTIARAKAAESPPSNIAKPTMTALSTAKTSGVSASVARSVTPSAAASSKQQRLRTTSGISVASVAST
RSTNSKAAITPTASPKRIPDTVAAARSSPTTINQEAIPPRHPTKLPASDRDKTPTKAIRPVRSATALPHSRPSTGTSDPK
PCANSIDSATPTKSAKPPVLAHKSSFLRATPGPGGTFSLSSTSSGADLRARTISNASNRKEDAISGEEAPRARSTTPTRS
MVTRTSACAQSSIGSSGRASADRATAEAVGEAMPADAVQNVQRARQASSTALPRRDSTKTIVYCPDPPSEHERAHESQVE
QNEVKGVVTSVEGGVSLHVAIACIVALPLGGSASDAGAAGASRPSAIETRTKSFATRPSASLAAGGGKRSTIATSSSASH
PKPLPSVTSRASPTATPAGAGAGAAQGVGRKLRAEIRYLGPVLGTRGVWVGITLRVACSELAALGAKSILRLERGVYKGV
RYFHPDVNDQDVTQHMSGVGAKEAPRSMERRKQLCTVVSPGRPFAAALAVGQRQIESADWETTGKQKAELVELFVRPHAV
VWVVQ                                                                           
>Umay_XP_758781                                                                 
MLAPTLLDCWHVGDLQRFRSLLKGSPPDKSASTQPSAIPSYGGHSAAFSKSPHSYKDPSTPCPPAEVNRRDHLGRTVLHH
IASSSDPSCLSYLNAILAHPSVNVNLQDAESGYTPLHRALYLANLHTAILLLRRSDLDLRIKDFEGLTAFDLYNSTVAGT
NPPPDALSFEPNRHHHSRTLTQLFTWGSNRNYNLGLGDGDDRQLPDKISLRAPSTSNINTSHSIHHSFHTSLPAGKKFDR
IGIKDVAMGRLHTVILTDEKVANVWLCGLGSNGRLGRSPQTQTSFEPLKDFTDTARSLAVAQDHTLIITASGAVYSFGLN
RFAQLGYTIEHGLGTVASTTPKFGAGAGVTFGQTSASSAQNLELDIQISPRRIAGPLKKEVVLGAACSKLHSVVFTADAL
YTWGTNTGQLGYDKSATAVQVQPRKVTALAAGAGIQQVAASDFGTACLMHGGEVFVWHNDTHFRINFPLARFSSSISVFR
PRQVQPKTLISKLSSSGNTFAALSDMGDLFTFNLEHPSEYGNTATPPRAAPSTSSTPKSSAVQLAPKPQLLWSVRRKFTA
VRDVAIGADGSVILCTESGHCFHRPRRSDAAGAKPGGGKNFKFHQIPYLQRVVKVATSESGALAAIKADPSLPDLRVKGR
SVEEALCDLLPHLKVQTLSQAIDQEKGITSKVVEISESPSRLDSDTDSEDERPDPALSTDTAKAAKRWVAGRMVSGPSSA
QTLHDLTQTQTAPTTTRRQAFYGPHNLTPPFGCDAFLIADGHYLPVHKVILGARIPSLRTVLQDSSAKDSLPPGIKLSAV
PAAAGTNKSVSILTLSNCSLISVLFLLHYIYSDDLPPIWVPSVGLVIDKELKAAKVDRIRIHDELQLLSQRLGLSALTTS
VQASMPRSPEPTLRANMSTLFESFVSMHVDKTQETKTFNDVLLRLEDRTVPAHSVILRRSPFFSALFQPHWTAARWDSSN
IITLDMSHLRWEVARIVLMHLYTDNGETLFTGCDADRSLEQYMDFLVEVMAAANELMLDKLKLIVSSLLRKRILAHTVGA
VMTEADFYNADQLKDITMDYCTKSMEALLEGGRLNELDHGMIQALTVYVRHKQDEKLHRSLAQDRLAALVEKHRDFYDNL
DIPPPSLHLIVNKVRPKKGTGLAAAKSPPLLAQDAGRRHSSARFGVASATSPGALRPVTAGIMQRSMADDTSEVFSMDDD
DFTTPRKYPSARPHGSPWAVLPQVAHLSLDDSMDKSAPSRPWKSRTVEAERKQAGVNPSMSPALRPADAPTDLRSIIARE
QKRQQQQSVVPHISNATTPSGSGTCTPVHKSATPGFELSPISIANARLSQKERKRQQQEAGLAAAAAAQAQPIVARRGSV
SSPWKLAAAGSSPPDKTTASSPWSRKAAATTAMALESSHEGTPPLTTTFSSRRPAALPLQSGSGTATHATFSETGASPAN
GLGPTYTPMRMGSKCTPKRMGSNEPAWSTPAVAPPLGMYGTSPSPAPPLGASRAARPEAQRGASSNLSSSLRNADAQSIA
RSSSEVAHIDQAGSLACTAQLTFAQIQEQQRMAVEAEQETIRLAAAARKSFIDIQEEERQAEERRKEDQKQAAEFERWFA
QESKRMQKEKKANNAGAKGKAHKKQVKQAEQSRSQSQSQSGSKASQDTGLASGANGNSSKSKKSQQAGKKSGNEGRQLNG
ATSSKGAQSKGGAKQTSGAANHGENDKLSHRSNTKSHMGSADATTSNAPPHASSVQLPSKHPPPARSALLSAAAPTFMPR
QE                                                                              
>Mver_MVEG_00006                                                                
MTAQNTFTTTRRFKYAFLVEEHLKNNLWTAYQSNHGTFRIAALKVNNYYIFFAAPNPSYAQSYWVKSLDGARLSSGKLDP
GRADTECVEIARIHVEALPVKNGSCEVEICLSGDDPLERSPSRSHPEVMMTKLYYDTKYQDFSFAFSEESTDDEGEPSQV
IELGAHKHVLAQWPYFRAMFEGGFSESDDDAKQVKIKDIKPTTFKRLLRHMYLGDLEKEDQPTTAFMDELNDEEAVSWEE
IFIAAHRYDLEDLCQLAKTKTVIGLTPMNAVSFLFRSAYLYDELRVPVVKYAATSCASTIASKDFRLKYLDHPEFGALLH
ELFIEK*                                                                         
>Mver_MVEG_00012                                                                
MSLILGFPSNVSRKTCIKSLEFSFDWSVTESTPPPQNYDGGDGFFTLSIVLAGPFNNSGITFRLSPRTTFAQSFTIKTPS
GSCLASGPLVPGVRTPGFGMTFETQTLAERIPRSRLEILNGRYQVDVCLSSRQYSAPAPKPFVVAPKPVASDPATSLLNR
LYRDVDNRDVSFILSPADLAASNETLVRKAHKVVLNQWPYFKRMFNSDFMEGGKGEKEIKVTNVKPKVFQLLLRFMYTGI
IPQEERPFVAFTDAIANPQEASWEDVFLAAHRYELEELCDLAHKNILDKLTPQTAIPFLFRTGYLFETLRAPVIKYTAKT
SASQAASKSFRDTYQDHPEFGALVFEIFEAYHGSK*                                            
>Mver_MVEG_00114                                                                
MTSSIPEFILRVQYPILSENPPGDSTDISLLEPCNKNRWQVTLTRVYDLLKIDVRGLELNGMNIDSEYMHIIPMNGSKPI
IAKVCPQTLRLYNTVSVLVRTEIVQKGDRYEFYIVQAKEKEIPWFFHASDGIKSPPLPAYEEERPSAITNDTASALLCDI
YSVDTQIVFGLSRTTDETCIWAHRTILSKYHTFDILLKQLSFDNRSALTGPIKLVVTKVSFATFATLLRFIYTGEIHRTS
HPEYFAISKFLKGNNYFVAGGIKDLHQWHFMDLHRPLSDEPVTWQELLDAANIYKMDALRAQCEAALKSIAKVSMARSTD
AT*                                                                             
>Mver_MVEG_00137                                                                



MFASYEKNMDTEREQLTFTCRWPKDSAKEDVVHFNFNSTLGSFRVCISEEASDPELSITVEKTDNDRSTLQRFTKCSISC
SQGSRTILSPFVYQFFGDYSLEENIPLSLLEPQDDFFELDFFLTTDASPRLVREPIYEHALLAKAFSDPSTYDIYFMPCE
NNFNVDSNGSEAYIDPAQPLETEKPGSEKPQACKERAQPTKPEKSKWTFFFMQAASSTTTTDSLKSSTKQTDESKDMASK
EQMNNEETDNSRDQEAVEDAPKKIGAHKMILWQWPYFRTLLESAPAHKPFGPVTIRLRSTDADTLKIMIRFMYIQMLPTR
LSTFQDEEDDDTTWTSTSNWEKVFIAAERFNVDELQRIACSKVLDGLSEATAIPFLFRTAYLYSDFRGTVVEYVAQNLHH
VVTKRPFRDAYGDHSDFRELHGEIFQAFAENSEGRRRRIV*                                       
>Mver_MVEG_00138                                                                
MKNRLFVSADTGARTLGFFCAWRDSTSLGCFTHTFLPGWGSFRIHVHRNEDNYVCSIRIDSSDDTKKYTEFKSCSLRVHE
GNWLVSNTIQLQPIHTIDQHLTAVQKSLLVPANGKFIIEFRLSTALVSAPPLKSVPPPRTIAETILDKIYRESAHGDVVF
IFDQPATSLSATQEPDITQDSVADTDMDFGTSLDYQGDQDEQSQWTQTQEKQNKIHQSQDCNKSTPAVARTQASAVSLRA
HKLVLCQWPYFKAMFEGGFAESGPGEKRIPIKDVKQSAFQLMLKFLYVGKLPRDINSMVVCADELVDEKKSSLEDLFLVG
HRYDVQELCSQVAEKILSRLDASNCIPFLYRSAYMFHDLRGPVIKIVAEKCGDQIAKRSIRDSYKDHPDFVDILGELFEQ
HHALHDK*                                                                        
>Mver_MVEG_00139                                                                
MPEAYTFNKKTGVHRLQFGLNWPDNHDWATGYYSFSDGWGKFAINGSNNGCTIGYSVKLDEVNEAKYGVFKSCSVSVKGG
KWLAYNAIEILPNVVDNQFLATILKSQLPGKNTKFILEFILTSNTVTVPPSEPVAPAPTLGDVILEKLYNDDVHEDVFFT
FDPPSDVITTAEETDVASDKVSGSNMDARESTKHTGEVPSESGVDLSKSDNVSNSPNPYVACARRSTASTIGAHKLVLCQ
WPYFKAMLDGGFAEGGTGNKTIRIKDASPKAFHMLLRFMYTGKLPDDAQPTSVYIDPLNKYTDASWESLYLLAHRYDIQE
LVDITRENILSNLDPKESVPFLFRTAYLFADLREPVIKYAAESCRSTFASKSARAKYLDHPEIVELFGELLEQMCAIEE*
>Mver_MVEG_00140                                                                
MFDSGFAEGGTGNKTIRIKDASPKAFHMLLRFMCTGKLPDNAKPKAVFMDPLNKHTDARWESLYLLAHRYDIQELVDSTR
ENILSKLDPEGTVPFLFRTAYIFADLREPVVKYAAKSCGSTLASKSTRAKYLDHPKSAELFGDMLGQICTINK*      
>Mver_MVEG_00144                                                                
MFEGGFTESSPGEKRIVINDVQADAFKLLLRFMYTGKLPLDAQPKNVYASFMTKQHLSWEQIFAAAHRYNILELCQLAQE
KILAGLSRSMSVDFLFRTGYLYDELRGPVIKYIAKNCGSQVATKMSRDKYKNHPDIIDILEMGSISMTLKRNCGRADFLI
KADGSNGSYLTTFKSCTARMPDKNYLYFGAVNLQNSSKLQFVMTIPLSYLNHYQDGNYYLDINISSQEVSVPTPPPLVSP
PAPLPSPKDVYSEKLYTDSTYHDVFFVFDGSSTSSDTQQGVTTTSTVGAHKLILAQWPYFSMMFESGFSEGGPGEKRIRV
KDTKAPTFKLLLRYMYTEKLSEFSQPTVAYRDAITNMEEVSWEDLYLAADRYEVDALRQSALGHLLPGSNSEGVIPFLFR
TAYLFEELRAPVIKHIAMICSSEIADKTTQQIYADHPQCRELFGEIIAQLNARALNIGK*                    
>Mver_MVEG_00145                                                                
MPWTQWTEESTGIEKASFGINWKEKTSLTYYWNFKTFNFTATRAEDKYTFSINSSDKRYSVLSRYKRCQIRTKDHKDLGT
FPFIYDFFGKFRIDAEIPTSEFMRVDHNHSVWFYFSSEAPVAAPGKSLAAVPTMADFVMERLHADEASQDILFVIGEEPI
DADSGSEVSESEDTLQQAPIKVADENLQRASRKKTTTRIRTTKWTLRTRKIRTIKKRTKNKEDSDDKETSSAVSNGDAKT
AEEDAREKSKDAEGKGSVDDEDKKGDEEESKEEEEKEDPVPERIVGAHKMVLSHWPFFKKMIDAKGGGPDKTRIYVRDVD
WIAFRVLIRFLYTGRLPPSLEPTTIFADSDTKDGEISWEDLFLVADHCEVDELRQVALTTILSKLTLEGAIPFLFRVAHL
HEDLRTPVVKYVATTCGAEISKKSVQQEYADHDECVAIFGEIITELHAHIESLE*                         
>Mver_MVEG_00157                                                                
MTDGPTLTSSSVVQNGLDKMQDARTMDIAFVFTHSPGVRVALWAHQLMLAMSSNRFRNLYAVDRFNNLHRIATNHNESLS
SARVYEICTYSLKELSIEAYCALVRYLYTSVLEFKVDMREFVLTHYPVDSPDQYLKRPECSREMNKLMKELLDQPVRQAG
WACLFTLADRVTSELNMSSPVQYTLTDMKDMATLDFAFVFKQPTIHSQVAIWTHQDVLASSIQLANYFMTPNKVYGRSGP
RRYSISFVRVSYCLLESYCAMIRFLYSRQLALEIDLREFVLTSTAILSPDKQRLVRSAVVEGILVKPLRETTWDDVYKLA
MGFEMKSLKARCLEKV*                                                               
>Mver_MVEG_00186                                                                
MEIPRANLKATNQKYELEFRLISAKNSTTAPVSSEPMYTSVLMDRYYRNKESHDVFFSCEVGSFVNSDNSQNNKGQNDND
QNHIAKSNIDLENEAVKPVEASTLGAHRFVLSQWPYFKAMFESEFEEGDSGAKTIRVKGVRMRTFQIMIQFMYMGTLKSD
IAALYEDNATDQASWEGLYIAADRYRIDDMRKLALATIERKLDSIAAIDFLFRSAYLYSELRDLVIKYIAKEHHAEISKR
EVRQAHKDHPEFSELLGELYEAFHELMTYNGLLNSRSNLKYRP*                                    
>Mver_MVEG_00187                                                                
MTAKGTLILHRSRAPGKASESSDPGQLNLKENEGCPTSDIGNSEHEKTCTGQDDTTVSRTLEISARNIVLSRWPYFKMMF
SSEFVEGSSEKIKICIRDVNFTTFRVMVFFMYTGRVEIDQPVIYQSQDGPKAKSTSYEQLYLAARRYRIDDLRKLVLGWI
LKCLGKADAVDFLFRTGYLFKELRGPVIRHIAKECHAEVAKKEILKEHKDHPEFCELLSELLDAYHELRK*         
>Mver_MVEG_00189                                                                
MDNGKQEAIYCRKTSTDPESLSFIVHLATTPGNQEFEFTSQLCSFVVRAKETSDNKYKFIIHTPESNSLTLTRFRKYSVT
NPKNTINGNFIYSYFGEYKLSELIERDKLIPNAGCFELRFCFTEGSGSIENLPNHSTLQPSFPRIIVERLFYEPIGVDVT
FVCDDVLKEDCPSKADLAIIMEQASILSEVETVAVVETSNQSQAIIEKRGSAGSSSTNKVDPRGSITSTTSTFGAHKVVL
AQWPYFKSMFSSEFIEGGSGMAPIRIKDVNAKTFREMIYFMYVGEVESDSVELLKSHDPIQAAKVSWEALYLAADRYQID
DLRKLALNKITGNLKKMDTIEFLFRSAYLFEELRTPVIAYIAKVHHSEVAKKKTREKYMDHPEFCELLGELYDAYHNLAN
K*                                                                              
>Mver_MVEG_00190                                                                
MEDDQTQAVYIADGPDIDESLFFTLRFSTTATSDQRFKFKSEIGEFAVIVCVHDDKYSFMLDATESDYLILNQFKQCSIS
PLLGVESFVSPFLYRFIGEYEIVEHIAKTRIDAEEDYAELQFSFSVEQLPNHTSYERPFTFVMMHRLFHDPSGEDVTFVC
DEVVTDKEQIRWRASPTTQQPSPLDESANVGDSSYDALRRLSLDQSNYAMVPVIRRFGARKIILSQWPYFKAMFSSEFAE



GGSGRIEIRVKDINAKTFLETLRYLYEGQLHNPPNAENIFEGDDPAKATWEALYLAADRYRIDDLRKDALDKILGGLSQI
SAVAFLFRMAFLFEELREPTVKFVARVCSTEMADMKEIYNKYKDHPQIAELVLEVFQAYQGAREV*              
>Mver_MVEG_00191                                                                
MSGLENFPDTSGASRMKTLKDEITVAKIKEDESKAIMAALLRNVYSVQTQFVFTQDKPCSDFGLWAHRSILSKYPVFEQH
FKQSEEDQSNSHDDGVVIRPLTLTVDKVSFATFCALLMYIYTGEIKTIIDPSQFAIGKVSIVLPSPLSDSPGTSDRQQGT
PCWHPLVPNSPWDLNPVQWSDLLFAADLYKIDDLRSQCQKHLIDTLDDSKVVDTLIHVGPRFPEVKEAAVNYIAKNMKVM
YAGGNDPFAPFVQHPSVMTQDCQKQKK*                                                    
>Mver_MVEG_00640                                                                
MPIYSNPDILGADFLRLVNSPVGSDVRLIVGEEKVVMHAHSLILQARSTYFTRALSSDWKEASQGVIHKPNIRPAVFERV
LQYIYGGRLMLDDAIVMDLIKAADELCMEDLLHGCERHALTTICRDNVLDLVHLASQHNLSQLKAECLDFIASNIDHLKK
GKPILTLDADILKDILSMDQLDLEEIEIWKIAVRWAYYQQGLDWAQCPVLDFPRGSGCVLIQTFTDEEPSGYHIGDDGDE
DDYDELDDARVPLGGTNIHISGLGDDEDGFRPPAQSVFQRATSHNIVKMSATVHEDLRRQLAPVLSAIRFMRIPSLEFLR
LIEGTGLLPVHLCAKVYRYHSVPSMADPYQTSLRRRMAFSTVLNKDQKEVVLEWLQMSIVDSQTNATSSSSTTSSWHRRS
YVYSPPIGNASPASNGSYYFPATTAIPSVGSSSMSPPGFSSRPNAPSPSPSLSRLAPPVVTTPNGQRPSRSSSSLSAAQP
LLTLSQRDSSLPLRSLSLSHQQHQQEQTPTHAVQSQLPLPKLTLQYRATRDGFDAGNFHMACDQRGPTLTVVRADNGAVF
GGYNSSSWSSHPSGVYSTSKTNFLFTLKSREHPTRENMRFDVKGDGNAAAYNKADFGPTFGVGHDLYLASNCNLTCQSSS
TMPSSYNGPGASTAALAGSYYFRVSEVEVFLVQSASAASP*                                       
>Mver_MVEG_02408                                                                
MDNFDSFEVVEPLTRRVAGILQDYPDGTQIARELLQNSEDACSTVQWYLLDHCHHQTDPERLFDPGMQAYQGPALLAGND
SLFEQRDFQSLKNLAESGKKDDERKIGQMGIGFNSVYHMTDTPSFISGDKMVILEPHMRIFNGIPYRGGVVGSFTNQGQE
MRDFSGQLELFAAKEKIDFSRPYNGTIFRFPLRTQAQARVSELSKSAYPAEKVRDMLMNLKNEAIKCLLFLKYIERMVIY
ERRESDTTVHKLFEIEIVNNTEVRASRQAFMAQLKSHVYASDNDDPSKTLQYAIRPKFRLTQEDGTVTEEEWAVVSYIGN
VPEARRIMKEEYQADISNQRMIPWVGLAAPVDPTVSVGTSNLFCFLPLGIHTPHPVHINGHFAVKQSRREIWTNYTDDIS
SQSAAGIKSNWNEFLFKRILPVAYARFLDSIGTSHGTNYDLWPRFSESGLGMESLWKNLLYQCIEEVTTNNGIKVFFVNS
ADGETSAVSYQVATIADPAMDEYPLLLDLLKGMVNLVCGVPEIISDLLRQVVDATGVQDNILTPQKVRDLLRKHKHSWQH
NTSDDARIQILNYCISDDQIMDLEGLPLLPMADGSWVEFKRDLANSRYVVDSLAYRVLTYANSDIVETQHNGLPMTEHNV
HDFYQFMSALRNEDLVSKIRNSFDSELYDGEDPPQGAIAQPPTGLFPSLDWIVDVWVLLRESRLTEASLNTLLGCHLVPI
EMNQLAPLDRNRQVIHRSGILNYTLDSDQVLQLLGTHLGCYVVRRDLQDCFSWLSQCFVSITDVEAILTLLADTSDTTLT
DLTSPQRQLLCDFVSATLSTHRALRGSQRLSLERLPIYQGYVSSELLSLQDLGGVMTSLVCQGFSSEDRPWELTSITLLK
EDQPMSAHLLHVLKMRTIQESEYWYRLISEMAESNSDNRSQWNPIMAAFLPSFYRHSRDRNFKALIADIPFVDVKSNSLM
DEDDLSMKLSPKMVVSHDLAQFFFQDETVFPAGVYCQSFNSSVLAELGMTTRFDTEFATSRLRKISFISADYLNNNTDSL
RVITDFFARLNVEVDPSYLDDSAFVKCVRNLSWVPARAHDDDPLCLYRPGQCRPQSESLVIGSQRPISSLECTSKHLSSL
MGWSNPPPLEAVLANLLDLSEQSSAGHHPENFEESIQAIYRVLNGRIRDPQAVSIMRNSLGHHRCILINRSLHPIDRVAI
KIQSECKLDPHFIQVPDSDFVELFRAFGVREEVTPKDMEGILITINSGYNHGDRLSDDDSGLVVRILGTIASVDHSSTYS
PDMLILTEDSQLRKLSDVVYNDMADSSRLQEYSADHVFSSSRISKKVASKLNIQMLSERIWSGCNDDFFQNWEQEISVVD
SISKILNDYGPENIFTEYLQNAADAGATQFSIMFDNQSHSCEGILNKDMSVGQGPALLIWNNAEFTQQDFEGLRKMAMGS
KRHDPEKIGRHGLGFNTAYHLTDLPSVVSGRHIVIFDPRHAYLPKRQTMSGMAAEGAVRIDFIASQLAQKFPGQVAPYQG
RFGCDMTTQFRGTLFRLPLRQAQFSQSDNTSAFGGIWDMDNTKALIERWAEDAKVSMLFLNRINTINIINENDKWAIVKE
SWPVRGLFEDSDTNSSFSKVRVRTYGLGDQPSADSTWLVGLDDAYPTAISTIREVAQNNRWIPHRGIALPIEQPKGESSP
AFKGKVFSYLPTPISTDLPFHVHGVFALLSNRKGLMTSPAHNSHAASWNEYVLSTLLPPLIVQTMSRLLRLRFDCLDKRQ
SKTGIDSAFDAILVTYFKLWPLKSTGDMTSMVQRFWELAYISPIFPIRPLQKEADTSMVQGSTGKDVCFPMRKIPQDVLP
KLKQLLRENNVPLCECRPDVSASAIYHWGKASLALTQTDATLLRKILRGNKDFMLKIRSQEGREWLLELLLGVLLDKEQD
GIDHLNGLALLPLEDDSWVSLSPNPAYYTANSTARSLIKNKTLVKESAFTTPKLGKILRALEKDPQYGVMPLPPAMFTEY
MCLENSTGIPPSNLPRIWEYLRGYNDLSGFGDLPILTTIWGSMVPLRGCHGALRVTESDRLDSGSMLQKLGLVLKRASVV
VFRMEDNDKNKYLEAKSGPCSNASVISAFVKSGGSLSSMTFNDIEASTLRAVITGSSNEFTHAVMSDLGLLRIWPSFGVA
HGESGLICAHGNQMIEGGCDIRNLGDSHDVIQGAFSKTFQRMGARSAHLTDFTRERIIPRLQSQVFTPLSNRNQMAAYIN
LLKSLMRIATTKSGQKIDAQRLLQSGSLILARDGSFHSSSVLFDPDDELIKTIYGRGSPARFPDNETWSALNSEKPTVTK
FRQSNQDDVLVECANTVLEEIEARPHAPATKAKAKALVTKIYSKPSSANWMQSRWKIVPVSTSLTEPYASSAPYLPAYMS
FSDLIYEEHRDIVWTHCGFFPSDLEPPPTCRKVWTDVGQPGIHTIVDHLHTLAKDLAPKWTSDSDQLKLQLALINTYTAL
NKYANKSMTNSKTLSTLLDNLTVPYLYNSFEKEMSDPEAWLRPNQLILDVENPTVKERLVHSKLQQFRAFLAAAGVGEMR
SVVGKVIVAKEPNKSEFVNMLCTLFETQDRSNGFMDVCFRFQPDGQDIYANKIVLAHWSVFFKTRFLGAWAEHVTRDPAE
PMVDVIDMSALANVDEDFYAAFWGVLYYLYSHKLTPWNGPPTLVQQPGTEQARKVDDIGERVHYLLSLLARADEYEIMRL
KDLIAEKLVGSSQMIVQGNVFEVREHAKLARCTSIVDHCENYVKENAGTLKKFVAGEIAVLEAELQQSGHARGGRELAEI
KEELAERKKHREVIDKIAPK*                                                           
>Mver_MVEG_02410                                                                
MTVDIKRNFVSFRQREPLTRRLAGILKEYPDGTQIARELLQNSEDACSTVQWYLLDHRHHHADPERLFDPSMQAYQGPAL
LAGNDSVFKEGDFESLENLAASGKKDDESKIGQMGIGFNSVYHMTDIPSFISGDQMTILEPHERVLGGGVRGSFINKDRD
CSGQLEPFAAKEKIDFSKPYDGTIFRFPLRTQAQAEVSELSNSAYPAEKVRDMLMNLKNEAIKCLLFLKYIEKMVIYERR
ESDPTVHKLFEIEIVNNTEVRASRQAFMAQLKSHVYASDNDDPSKTLQYAIRPKFRLTDEDGTVTEEEWAVVSYIGNVPE
ARRIMKEEYQADISNQRMIPWVGLAAPVDPTVSVEMSNLFCFLPLGIHTPHPVHINGHFAVKVSRREIWTNFTGDISKDD
FQSNWNEFLFMCILPVAYARFLDSIGTSHGTNYDLWPRFSESGLGMESLWKNLLYQCIEEVTTNNGLKVFFANSADGETS
AVSYQVATIADPAMDEYPLLLDLLKGMVNLVCGVPEIISDLLRQVVDATGVQDNILTPQKVRDLLRKHKHSWQHNTSDDA



RIQILNYCISDDQIMDLEGLPLLPMADGSWVEFKRDLANSRYVVDSLAYRVLAYANSDIVETQHNGLPMTEHNVHDFYQF
MSALGNEDLVSKIRNSFDSELYDGEDPPQGAIAQPPTGIFPSLNWIVDVWALLRKSRITEAILDPLLGYHLVPIETNQLA
PLDRNRQVIHRSGILSYTSDADQVLQLLRTHLGCYVVQRDLQDCFSWLSQYFVSITDVGAILTLLADTPDTTLTDLTSPQ
RQLLCDFVSATLSTRRVLGEPQRLSLERLPIYQGYVSSELLSLQALRGVKTSLVCQGFSSKDRPWKLSSVTLLKEDQAMS
AHLLHVLKMGTIQESEYWHKLISEMAESNSDNRSQWNRIMAVFLPSFYRHSRDHNFKALLADIPFVDVESNSPMDEDDLS
MKLSPKIVVSHDLAQFFFQDETVFPAGVYCQSFNSSVLAELGMTTRFDTEFATSRLRKISSISADYLNNNTDSLRVITDF
FARLNVEVDPSYLDDSAFVKCVGDLAWVPARAHDDDPLCLYRPGQCRPQSESLVIGSQRPISSLECTSKHLSSLMGWSNP
PPLEAVLANLLDLSEQSSAGHHPENFEESIQAIYRVLNGRIRDPQAVSIMRNSLGHHRCILINRSLHPIDRVAIKIQSEC
KLDPHFIQVPDSDFVGLFRAFGVREEVTPKDMEGILITINSGYNHGDRLSDDDSGLVVRILGTIASVNHSSTYSPDMLIL
TEDSQLRKLSDVVYNDMADSSRLQEYSADHVFSSSRISKKVASKLNIQMLSERIWSGCNDDFFQNWEQEISVVDSISKIL
NDYGPENIFTEYLQNAADAGATQFSIMFDNQSHSCEGILNKDMSVGQGPALLIWNNAEFTQQDFEGLRKMAMGSKRHDPE
KIGRHGLGFNTAYHLTDLPSVVSGRHIVIFDPRHAYLPKRQTMSGIAAEGAVRIDFIASQLAQKFPGQVAPYQGRFGCDM
TTHFHGTLFRLPLRRFSTIQNRGWCTFGKNWDYAKVTELIERWTEDAKVSLLFLEQVKSLSLINQTSKWTILKESESLPG
TYDATGSSSVCKVHIQASGPRDQPSVTSTWLVATDKAYIEVTSDIREVARNNRWIPHRGIALPIGQPKGESSSAFEGKIF
SYLPTPISTDLPFHVHGVFALLSNRQGFVTSPAHSSWNEYVLSTLLPPLIIQTMTCVLQVKFHMNALQSKLGIDTAFLAA
LRAYFELWPLKYTGDMTSMVQRFWELAYTSPIFPVRPLRQDVDAPVVQGFAGKDVCFPLSEYPEKAQTIVPKLMQLLREN
DIPLCECRPDISDSAINHWSKTSLTMILTDATLLREVLRGNKDFMLKKISSQDEREWLLELLLGVLLDKEQDGIDHLNGL
ALLPLENDSWVSLCPNLAYYTANPMARSLIKNKTLVKESAFTSPKLRRILQALEKDPRYGVMPLPPAMFTEYMCLENSTG
IPPSKLPRVWEYLRGYKDLSGFGDLPILTTIWKSVVPLKRCHGALRVTESDRLDSGSMLQKLGAVLQRAGIVVFRMEDNY
KNEYLEAKSGPCSNASVISAFVKSGGSLKSMTFDDNEASTLRDVILGDANDFNPAVMSDLGFLRIWLSHGVAHGESGLIC
AHGNQVIEGGYDIHNLGNSHDVIQGTFSEAFQRMGARSAHLTDFTRERIIPRLQSQVITPLSNRNQMAAYINLLRNLVLI
ATTQSVQMSEAQRLLQSGNLILSRDGSVHRSCEMFDPRDDLLTTIYEQSSPARFPDNETWLALNSGRPTVTKFRQSNQDD
VLVECANTVLEEIEARPHAPATKAKAKALVTKIYSKPSSANWMQSRWKIVPVSTSLTEPYASSAPCLPAYMSFSELIYEE
HRDIVWTQCRFFPSDLEPPPTCREAWPEVGQPRIHKIVDHLHTLAKDLKFRWITDSEPLQLQLALMNTYTALNKYAAVSD
AHVTILSNLLNNLTVPYLYNSFEKEMSDPEAWFRPNRLILDVENPTATQQLVHSKLQQFRAFLTAADVCEMLSVAGNVNV
APAPNMSEFMTMLCTLFETQDRSNGFMDVCFRFQPGVQDIYAHKLVLVHWSDYFKTRFLGSWAGNVTRDPTEPMVDVIDM
SKVDKGDPSNVDKGDENSYDTFWGILYYLYSHNLTPWNGPPRFSQHSDAASAIKEEEDDPSERVKYLLSLLARADEYQIT
RLKDLIASELVVGKSKILHGNVFDVCKHAELAQCTPVVEHCEKYIETNAGSLKSFVAGEIAVLEAELQQGGHFRGGRELA
EMKKELAGHKEHLEVIDKIVHK*                                                         
>Mver_MVEG_03286                                                                
MEFSSFLPSFPPSRSNSRRVSALTISSPTSHSPVLTPEPTPVPMPHLSASRVLFEEGLYSDITVILQVPGSTKKILRLHS
RILAKESEFFATLLAGKKHGDKAIVLLDEKDSHGSRVIEIQCVDTPELYAFESSLRLLYTGSWCSDCDFQTSSLDARLRR
GLDVMSQAARLSLKGSTTALLQEEITTMCQNQPELLEKVSRTLRPEDREDDQAILKFDRDALQVMCRVAVTKVEIRDHCE
LAIARNLYGPKKFRDLRMSEVQLAELRPGYIFPPGGQESIYLLKGAPSLPLHPCRASNVEALRHVVDYYTAYNSQQPLRT
REFYAVPDEEAQKGTDLQKATYYRISFTSGFQWLLDQVIKVRAPFELIILLLRDAVDENADRRNDVYFGEFASTTDGDVY
LQGVNYIADGLLHAFQDPTLESFRNPGTSGSLLNMISYGINSLTDLPPLRARPETKTGDVHQDYPGLSTLVMEFFWQVLE
LALKRPHHLEFVQLLLDSITRIAPLSPFDVVDRIEERLAELLEETRKRIMEQRGDAGEAGDDAEEGNEDEDEDEEEAKDK
LEEEIRIGRERTYSNAVHSDVSNTVYEDFDDRTSMVSSVLLASEPIASKAAVINTRAKDEETASLLQEEPEPEQEPEVET
PWMRPEYLQPLCLQLLTKFPMNIQSSLLWAIHDLQLL*                                          
>Mver_MVEG_03799                                                                
MGFMEETLTDADSGPIPHRKIGSQVACFEVEVVLSNENYFAEHPHAFVTGSLELAHRMSQMDTGTSESINLQETFSVNNA
TLGAHKHVLAQWLYIRTMIEGGFLKSGPSEKRVIIRDTKPTTFRLLLRFIYLVYVTHHQDRHRTTVFADTFEDKNQSSWE
ELSVSADRYDLQNLRKEAMHMTVNSLNTSQADHEPLGLLP*                                       
>Mver_MVEG_05064                                                                
MENTYSINPVLEAISSSTTLSGDFPPVTYLANKIASQLLQSGEGAQMFDRRCDADCVLNVGQRRYYVHVQMLASRSPTFR
RIFDDMIENKAWGDLTDRSTSSQGQSQVGDDMDYSFEGSIEDEDQGSEMDRDLQQRSSPVSPLERSIQLCSIDQLSQSIQ
HSLHLSSNPIPMSAEDDEEEIDPDIYDDDDDENSDPDSEEDKYLPELTINLADPEASHFDELLYYLYTGDGPRWQVFFRP
DNYIYILQNIAHLNMLTRHVLNICLAFEQTTPPEMHLHGLALQLLHKSTLLTVPMPGGPGPGLGSGILCQDVDPEQ*   
>Mver_MVEG_05498                                                                
MPAPAPGLQSISDLTTTSRITTGDIPPPLVGATMTIVDDKLYLFGGRLIQTRQMTNSLYILHLSEFRWENVTEVVNVVPT
KPSIGDPGAEDEMEVSAPPAERYFHSANAYKNSIVYFGGMGPSATSSSASDAQDLIVFDDIKVLDLELLQWRQVRIPTSA
HSPKPRYAHLSSISGSKLVVVGGQDIANQYIEEINVLDLDSWQWVASMPFEKHCGSYRSIAVSGSGQGSTIPQIGSEVDQ
ASSGQLSPTSSDGFPTSYLRKASSNSSLHYTPSLRKSSSNLALKKGGPMSRLSGSSSTFGSSPPSENNRSSIYRLSHLMS
PSPVQQQEHPIYLYSNFNFTDVKRELQVLNPPQFSTQDHSHSMSGSILPPGLRFPTGAIAGQHLLLSGTYLTNAQQTFSI
WSLNLSSLVWTRIDTGTVFNSGSWNRGLLMEDSNAYLVFGNKSRNLADDYQNRQTNFEHVSIVDLEAFGIYQQPPTTMTQ
TAQELGLGLLNDPAMADFEILTNDNQRIPVNSAILSARWPYFGALLREQEEQDANDAALGVTAEGSDYDPTLFSKRTLTL
PEPYTVVLAFLQYLYTDHLVTAQQHHSQVLSQLLLLADMYGLDRLRDLATHALHQMLNMSTAAMVYETAALSQQTGLQIR
SLKVMIAAKKMLQQQQLKLQQQQAQSQSVSANQAWRSTEPIYGSDPQAYASNPYLSQQQHINGLFQPSPPPPGSPNGSEY
RRMSITNNGSQPGLPHPMVKRGSLLGSMPPQHWNTEPLTPPPVSPPPPAVVPPQPTPAKTSFFSFPGSKSKAAAAAAAAS
SNASISSSSASIRSGSANIPAFAGMGVAPMPFGMQSDTSSIRSGMSGGSDEAKRAQDEKQRQDAMRRVMDGQFGGY*   
>Mver_MVEG_05548                                                                
MTTISTAAGSLAQDMLLAFRDQHLSDITVVAFNQTFHLHRLILLRSGYFRSLILGQGEWIEKTRQAVNIQFGDPYVTLES



FQRIIHWLYGIDFHYSEGSAPINFRNLTKTAVTATGLGRGAALMRSASASQYPSSTNVESGRHGLGLQHAATSFDSHQAT
SNTHADKAPSNGRNDNIMRDPSDKVDELLISMYAAASYLNITALMDEICSDIAHRIREGRGLIHYMGYAWKLNNGKAWDI
ILAQCFYQFFWSTYRSSILQDMLVSPEMPLAGLVKCLVSESLWVPNEYERYQLVKTIMLRRLNLDTDKLMNWVYDYHDQD
WFMVLKDLDDNGTWSYELSTDDFLNNLQDWESTSTEQYEDAMDTDHDWASTTKELRRRSSVASATSFYGIDRNATPTIAS
SSSEPTLALAQGTTSSSSSSQGSLIQKPPQDLANLEDIEETQEPEEEKIDKIENPTPITTSTSAPEKMTTPQSPILDSPI
STPDMSVISISNETLPRHQVRDLLIMMYILHHSIHYTHMSFDHLHQILTDGLVLPARVKDAFWRQHLLRRIAVSTSSTLP
YLTAPSPLHGRHHGADTHRERRTPRAPMISRSKMASASSRPSPSTSLCQPCNSHGLLPIRFSTSLYISRRDLMTDGKHFT
SSTFYGGSWWSIQVGNNLNSKGIVGVFLSAAPVPRVVPNSRGTGAGGATLGGGSRSNLSFVGGGTSPGSILGGPPPRARG
SENAGGDCSSVYSRQRELTCSYRIYMTSNVVEPPEYFAATAASRLDEIRGSDYNYDHQNTSNEFPSISRTGLGASSSSVP
NSPEMFSGAFDSNTTGTRSQQHRIASEDEMICHDSFKLNEGWGYSKSNYLTRVARHIRDQPPRSNPSLYSHDPHGAPPPP
RAPPQQQQQQHAPGQQQQPGHPGQNMPAFPQGHAHPHPQGNVTQQNAINNNNNINNMTQPPTTSSSGVNSLHPSLNEELE
DDGLWIHFVVKVGWSDLKPEGETA*                                                       
>Mver_MVEG_06760                                                                
MRTAELINLLRNPERNAAAREHLSTLHHTVLVHLLGELANWLTVEIVKYQERQTPTFSSSTPTSPQPVSRSASRAKSGEG
DNSPRDSSGALETFQQYQIRKQIRLTLSAIQTVLGSVQVATPASSNSIDATDQTNRGKKAIALDDAKQEQILDDLLGPIM
TGCAPLGPRADSGEIQLMCAKILKFFTNKRAENGLFPTEDVIKRILALSDTASRSNGMHAQEPPKKKPRLAVDLAATLTA
LLSSPLVKLQDCGIFLLANHRSIRQQDAAWASISPLKSTLESLRSNLDDIGLGNLETDDDDAGRQTVDKELDATLSHQHR
ALTLLNLFIQDVVHKGSTDVGASHLRALKTAGEIGLFVDLWTGILRIIVLDQVKFTVRDQLVAMTTNVVYGTCYVFKDQA
IGHLMGEGSETLMAWYAYFIVPHDRSIEGGKSEEESYKSRAQMLQCCARLGEIMVTTERYQPVSMAENALVGRIFMRRSI
EFLETILEATLPITEMEPQPLDLDVTTTVPYSIKIIRQRPEVLEAMLGVLVGCLGYLKDGYMAVAKGNLVFVLVALLVDL
KSLFGQISISASSQQRIHSHVLSLLVRILSWEVDTGLQDIPLNLWTLGCVALVDLIMLPLERVKDATGQLEASSSSMDSQ
GVKAVHIFIQFWKQYPKGRSLLAELYGPRFYQPYMVRILLDDSKNDLQQSSRAAITSWGRDRVSNLLELMIYLGVESSVR
IHMRETWSTLIFMVALLSASLKRLQDHRFRLSDKLSHLVAWKCFQALACFWFDQTALVQLIHMELDSESFDLFGSLGKLM
LPDSITAGIPGGNPATLSIVPVLLGILEPPCRKWTVDTMLGTESLRDDKHRVMRRKMHHPLLERDDALVLEAAMILSKLT
QFQEGQLAVISKPGAVWTLSRILIERAIVQEKRRLVPPEQGDQEQGSLDKGSQSATSPLELALDGNQGSFNSVYRRPPII
TSMQRDPLNRALLEILTRTVSSTNLTKALVVNNTITELFSSILAIDHSLYFHRDVTVFDQGELGGAGNSETSTQDNSTLP
THDILPSACQHSVYCVFFAYFRQAMEPLFPQLQRLHGFAAGGASAIAGDAEEISDILFGLQEQSAVVFLYLSRPESFSIL
DSSNLLASESHIGDVFRMLTLEMDYTADSEVNEIDIDQVAVEGAHREAAALRKFMAGLAIQPWTWRYVDTWRERHEELMH
TYNDVLTTEREDHVEKLRRQGISTPLELAVPIRFLVQGQVISFADRNLLACASPHFSSLLTGEFLESHQDQVTLHDVDPV
DIQMLLECLQESLTMPSHYLLPEDLPFDMVLRLMACAERYSIQFIKRLAELWILTTLQKREQRWHDSAGRGQDDAEAKKR
DPESPLSGHENKKAKVEDGDLKIDQVYPDDEELSEAKDEEEEESIQECLLMVYEQCSDPRHGDIYTPQHPFYGLVWDALA
RLCLRLGSVAILPRFQRILDQGGEEKIQEFLKAVYELMVNQAP*                                    
>Mver_MVEG_09048                                                                
MSSERQFMSATLQDHVRMGSVRSSRAELNDTANDGFLIPSAHIATSSLSNTNDGPKVRTLPSVPISSTENSCANSLSISL
PPSATPLSTTASSISSIGHSSDSNMSDACKGVASIASDPISAAPDTASPPHRSGQESHPPPAVNETRPTRPKSPLVPPPW
SKPLALISTPEIVPGMVNPATVLHRLFNNPLYSDLALTVNETTFHVHRGILAEQCSYFRRVFEGARSRDPTTEIKKIDCS
YTHVLYTHAPKAERDLIETHGEEVDENGIGQPAIAAHESKDTKRATSLQTGEFQSAGNGVDDNEKQPDPNTEDEAPHHHC
SRKKPYLEPFPDLRSNTRGAILAAGYTAQHFALFLQILYGIQPFSTLKDTDLMPVFRIAHLYELSWLVSLLGKQIFQRLT
LSVETWLPILRFAERYQLDTIRRATIDHASQHQVLWTLAVETLSLEDFKAFLRGIHQKDTVSSVKDELLTMFLLVHYQDT
TSFSAAAMSSLNTAGSSSSTVHVQQPGRQAALLRRLSRSHSRRKRAVSGSSSAVLKIRQQLHGTAVGSAQGADSLAQHEP
NDHLGLVQNTQERRGEDGSIDQSSDDKAEKAKLWMRRFKTECGWEGRISVLD*                           
>Mver_MVEG_09344                                                                
MECVEQNYGSTLVFSIGATEFDESDNASSRAQVNVRTFEVESPNLSTHGHWKCDFTETMQQGTRIVGLKLALKWIRRGGP
GSKKTLKSDDLISQIESIKVRSDSTLSELFTDKVDGRSILKGDSIQVKLEAGRVLQCGRYKFRVSLHTQDISRARFLDKP
IFTSFLDLNTSFDPVRCKKDTPTDVCFRFPVSRHCAYPTAIHAHSSELTGSTYLLNKMAELNLEKVKEKIKREKVTTEED
VEHSLECTVNEFSPAVFRVMLEHMYTGKLLLQPYNYTQKGPDHNRTESCHFEDLYRIAERYEVQSLKETALKAIRYTLNM
SIAISILTKITLDDFEEGDVGHAEKAYHQSAKTMVMDTFKEYIMFFGTEIFLLQASKHPEELSIRERQDLISHLGEYIVT
NLDRIWSV*                                                                       
>Mver_MVEG_09375                                                                
MLPTGVPNTSAPDIQVHLPSGTKTLCFIFAWSTIINGSTPFASPYMTALGDFNFLVFKTESNFRFAITRKADPECFFAKS
YLIKSLDRRTLASGKLVFAQKPVAGEVHSPTLIAEKIPMAMIEPRDGHYMIEVCLSNQEVTDALRPLRPTIADMIMERLY
NDTEHHDVTFGFYHDEAATNHTLGMLHAMFARKLIVISAHKHVLRQWPYFRRMFGSEFAEGGEGEKQIQIRDVHPKTFQT
LVRFMYAGYLPQDEQPKRVSDCNQASESETSWEAVFLAAHRYELEELCQAAQRHIVAKVTPDKAIPLLFRSGYLYKDLRA
ALVKLIANTSASVVAGKHFREQYRDHPEFGLLLHEIYQEGRQPHEGFYMEPAAVVPDVRANAVARTRVRR*         
>Mver_MVEG_09644                                                                
MPNSYTIDIKVPVLSGTDDPTEASLDSTDTTAIVTDVATPAGAWECIIQQSFESGEPALTIMLKWVPDTAGLSDPDEQAK
VYQFLAHFTHVQVVQGLDNVMSMHLRRPAMLLRGVQVHVDPTMVRCRNLYDFSIHVVTLMQFRQRQTYSNYSTAQGPGQY
HALNPLDAHRRRPQFDDYAADDPSRKLAAFLGRIETADMRLSCMIPGTTNNNEPEEHYSVIPVHSCILKAADTPARRLMR
DTASSQNERTIADYFQRLLSQGRDLGRERLLAQAPSLPGTSMPLEHPRRTGIVKEIRFVDAIPQAVEAVTHFMYTGQRPT
PEPYSHYTVKDLMELAAYFDLPDLQDHCIALALGWGQPWSGAPVVYRQDMENQYVYASAIAELLQDGQGSFDQVEQPRQQ
PPFSVDPSFFQPALPLLQGVCASGSGPSRMSQLSPESLLQTLFDWGHRFPRMRWALVQALCRDHGHVFTHADGFSRYRDH
PAYSEILTEMIGEQARMVSG*                                                           



>Mver_MVEG_10039                                                                
MTTPRAPAALLNDPYSHRGHGGSTYQQQPQQYTGLGLHRDQPQIEQPQPQQPSTKTLAVTSRVTKGVQPPPLMGSAIVLV
NDSALHCFGGRLENRDLSNCHYVLDVETGFWDTIQSVPDDPEVSPQSSSSKLYSLSLTTDPVNSNSGSLSEALSIPPKPR
YFHTLNAFGTSLILFGGMGQMPVLDQDSDNEGSAESRVRMEALDDLHVYDIITQRWQQKYPTRNQHTPRARWAHLATILD
HYLVVIGGTDTVKAYVEDACVLDLHTWEWVASIQNIGQCGSYRTVAATGPTAQGSSSAFTPSSPSFPSAEASCPQTSSNF
SWPSTDSGPIDAMASISMVLSGRISAPSSATSSESIHLSKDTKEAKGRKTSERLMSSELTPAFKAGSEMPCIYLYSNYNF
LNLQRDLKIVTPHYTHSGENDASSPSFSILDKTQTLTKTGVELPPGLRFPQGHVYQNQLILTGTLIVPGKAPTLAIYAFN
LSQFKWERLSTDTILETGSWNRTLLHPASGTLLIFGHREGNADADYSNRIQRHDHLMMINLQVYGLYEQPVPSFFSAAQE
LGSDLLKDPSLNDMHVASVTGALFEANSTILAARWPEFSTLLLSPPYITPLILTLPVPDDVVPLFLHYLYTGALPQSTIA
PGMADYLLILARRYQLNGLHALVMDVLHQTVTQSPLRIYSSALMAGELGLQARAVELTILTLPAKPQHVPRPADTPPPPP
PAGERRRPSLAGFDPSGLSRNYSTRVPPPSSRPPFPPGRQHSRTASHHSRDSVSTEGTIVGDSLMMQYTNAKSGIHKPQS
IHESDNVLYLSSPEPGAAPARQRKMRSPPVPPSQQPHPMSFMSTSSGGSNYTGPASPRTPQGAHQAQYSYPSPLSPNYQQ
NHKFSPPPSEQGYMSRAGSEGAPSIYSYDGQDDGSSIYSGHHNHQLQQQQQQQVDLRAQQAKKRLQMQMQHDMDQQRQQQ
QLHLQQEQQLMREQQQLREQEQLMIEQHRLQQQQFLQKQQRLKQQRMELEAQAAAAAANNKAGAMMGALDYHFGGSQSSK
SHYAPSQMTVESTAETVSSQKSGSSKASTKSSKSDKDKKGILSKMKPPKPKASGAELMKSAGF*                
>Mver_MVEG_10127                                                                
MPAPAPGLQSISDLTTTSRITTGDIPPPLVGATMTIVDDKLYLFGGRLIQNRLMTNSLYILNLSEFHWRNVSEIVNVAPV
ESAIGDPGAEDENEMAAPPTERYFHSANAYKNSIVFFGGMGPTPNAPIPETQGQPQDLVVFDDIKVLDLERLQWRQVRIP
SSPHAPKPRYAHLSSISGSKLVIIGGQDIANQYIEEISVLDLDSWQWVNSMLFEKHCGSYRSIAVSGSGQGSSIPIIGSE
LEPTSPTQLSPTSITSDGFPTSYLHKTPSNTSLHYTPSLRKSSSNLALKKGGAMSRLSGGPNTFGTSPPADHRSSIYRLS
HVPTPVQQEEHPIYLYSNFNFTDVKRELQCLTPPQFSTQDHSQSMSGSYLPPGLRFPTGAIAGQHMLLSGTYLTSAQQTF
SIWSLNLSSLVWTRIDTGTVFNTGSWNRGLLYENSNAYLVFGNKSRNLADDYQNRQTNFDHVSIVDLEAFGIYQHPPTTM
TQTAQELGLSLLNDPSMADFEILTQDNQRIPVNSAILSARWPYFGALVREQEEQEIARCKQDGVEYDPTLSPKRTLSLPE
PYTVVLAFLQYLYTDHLVTAQQHQSTVLSQLLLLADMYGLDRLRDLATHALHQMLNMSTAAMVYETAALSQQTGLQIRSL
KVMIAAKKMLQQQQLKLQQQQAQSQSISADHVWRSNNESHHGEDPHHPPYASQPFNPYPNNPYLSQQQTIHGLFQPSPPP
PLSPTSINGPPSPDYNRLSIHGAQGSTALPHPMVRNRSSLMGAMPPQHWNTEPLTPPPVSPPPLTSAPPSTAPPTATKSS
FFSFPGSKNKQAATSTTNLSSSASTKSGSSGKAKVPAFASMSVMPIIAQSDAASVKSGKSGVSSGSSDAVDKKKDEQHKK
EVMQKLLDSNYSMTTFSMR*                                                            
>Mver_MVEG_10147                                                                
MPTHHHGAALYNQQQAHAGGPFQFHHSGHSSIDTSGTIADPRLSTGDRMTCIVNASVTIVAENQIPQNLTKLQRNGGIGG
NGPTMGSALSNFSDSSSPHQPYHQSRSRASSSQSLHRHSSQQFRHEDSPLSKERERERDRGTERLRLYVFGGFDQYTDVV
NNDLYRLDIETMAWEKLIYTKGEPPSKRNDHSASLWGDDRIVIFGGSDETNQYCNDVHILNIRTMTWEAPEVDGFIPAGR
VKHAATIVDNKLYVSGGCMEGEEKDGVSQELLCLDLLTWEWDEPIDFVPRYNHTLFAYREKLFAYGGYNEEMDRTGAITY
MDLQSAQVTKINVSNDIAPNVAAQQYSQVCGHYLVVVISQGLRSELQKFTGGIWTLDLDCFQWTKHDDWKILGENHTWHY
FSMERDGDQFYLIGDVNDSDEYFKQILTVDLREYGSFQEPTVNIGNELGRLLQDQISLADFRIICIDTSQPEGHDSSFSN
LSDLDHDMVVDSQPVVPSMKRSARPSATSSLAGSTSNSRAHTPQQDPILCHKLILMARWPHFANMVQSGMVESQTNTLTM
PEPYETVRAFVEYLYTDSIQEMNTDTIADLLVLGNMYVMDRLVQLCSSALHQQIDIETVSKIYHRAGLSGQIGLRQRALK
FMFRNYGPVSKTIGFRSLPKEALFDFWDSTPEGAVINISM*                                       
>Mver_MVEG_10537                                                                
MSCRSTKRAFLPNRMASKGKNITYSIRSSFGPVLVTTSRTLASRSQPQREQPLDTPIHSSSNDPCREYDTNTHPRVLNPP
CTLGHVISSLSPISVDASFWSSFMTGLLPPTPPLPTTITSIPSIASDNPHHGDNSQTQLSESASIMLLQQMASLARHIAF
QGLMQGTGSDISLCAFGKTYHLHRLILAQSPFFDSMINGPWKESGQTLIELTLDDPNITLEGFEIAIGRMYGIWTVEEDD
PAYEPHQQQPVTVVFAGSQAVYASRLTPDNALSVLATATYLGFDSLCAQCTAYIVRTLAVQRVVAYVRFSHNHSYHPWSS
QIADACHTFLCRNGFDDPRIECFEVFESLPAKWLPHVIGSDAFWVPSEWDRYLFCRRIVDRRRRRRRRMHKKKSFRHKGG
GDKRGKSRWEQEQDLLDKQNRACDEGYDDDPEGDEEEEEEDEDEETIYEKLFSTSIVYMHMTLEQLQLILNDHDPWTERP
FTVSHLVHESFWRQTEFRTLIEGADRKNPELGLTTVVSRLALATASFGSEYIRDDPIPVKDKTAVASAILPFDDPKGLPG
EHGTNVPSQLYSTCSPFRFSVQFEDVSQLEVGFPLSSNSFYYAGSHWNVYVKKLPYRETGTQLGIHLHRLSAATPLPSTS
RLRRPVFAPSHYGRGTSSSRPRMPSPPSIPSMGLHLSGESDDDSDRAEVSEVDELCDLADTISIAESFSCFPDRRESTRT
WFRVYAASVGPLHQVTHFEAAPEDFPMSHSWGWTSPKLYTTCYLPELLIQPPSGDLEACRGSFYDQKTRTRTKTQGQTGH
QSAVYDMQNNEETCDCEAQAKYGPHHHHHDHPAQLKLSFVMGHI*                                   
>Mver_MVEG_10895                                                                
MTSNINGFKSASEDVNAKDANGATQLHLAVRDNNIGRVLALLEHPKIDINAKDLESGWTALHRALYLGHLRIAVLLVQHK
DINLMIEDKDRNTALDVCLSTLPNSLKQGPCPADALYTWGTNSNLTLGHNDGDDRKMPELVRFPYQSASFTFPRAKSAKP
TLYHLSMNKFHTAISTSESGLSAKVWGFGAGGRLGSDNKMQLCPAPVHGIQGIVATTALGRDHTVLVTARGEVFTMGNNK
YGQLGYPLDEPKNGQDPFQLVPKRVIIAISKLVVKGAAASRWHTVVHTENELFTFGFNYGQLGYERKGDIQMGPRKVATI
PSGKILQVAASESATACLMASFDVVVFHKYAYHKISFPLSPYPEAFVQSIVKTRGWNSPCKISCSENKFGAMTALGDVFV
WSYPEVDSGITLGSLPANHSIPFSTIPTPEKPRRVWAYGGDRTQAIDFALGHNGSVILLTKGGHVYIGANKGNSLGRNIK
WRRIPHLDRVVQVNANPSGAWAALRSESSLTPVPIRNGCLGADLEQSLSQFHLYQMNEKNQGGTLNKIVASINDDDDSEE
DDDQKAEPNPWRINAQGWVNIDQSWDFDLVPLLDQEASFTSALGNSVSGSHLFDVEVQAGKRCLGAHRIILAARSPAFRQ
AFVENSSSRSKVGSLVMVEPLSDLSQGRLYTVHLKVELATAVLLLQFLYSDRIDPFWDAFDLPKPNKPSSLKIRQELYHL
ALELGLPTLQAALQYTFTHTCSPSLSVNLAQVLDNGTLFNGLSDVKLMLKDGFSMNAHQVILGHRSPFFNAMFVRTNEWI
RDRQGQRRLPPSKGASDVEDSHMLSVDMRHMSFESIQLVLRYMYSDCGPEMFDGIEKDEMDDLVQVVLNVLQISDEWLID



RLKDICEQVLGDQVRAKTVVSFLEFALMYGAKSLEATCIDYLCHNIESALDQRWLEGVEDDILILVENAIKEKQHSMSPW
VRSGGHLPDPVAVEKMRDKLQTHGPVYYVEQGGGECHDVLSTFKPLDRSRSMSRENITESAAPHAGSSTPPQPVTALEAF
APPTSASSVTETWPSGLVESPSLDRSSAEPPTRNTTMEWPSLSDPPLPERRDTPALPQRKASWGQVPSENVGQNRQSSRD
DNSDKVSVTLKPSLRDILEHEQRQQREHGGQLEHGGGIKITGSMAAPKSSKLSQKERRKLLQQQPSLEDTPPQSTVPSNA
WSRVLPGEDTQSLVRRDSHAAGLVGSSASLSASLPSSSPLFLDIQQSELALFRSQPKEVPKVAIATSKPVKETMRPSSER
LSSEAPWRLDAIPEPLRAVSRHRSQMYPTSGSPTSRLYAGKKSSSNVSLSSQAQSSPLSDAALLGPEVLIGNMDAAHSGP
SVLSSFAIIQNQQLRDRNTLLKARHHKKSMYQIQIEEQALSQIRLMHLEQAKSKSSEGTGEWFTCEISV*          
>Mver_MVEG_11243                                                                
MIKSVKPCGTTGQNLVGLWRPSFTRVDQKLYLYGGGGHVTNDLHVLDLVTMNWDCVLAQDGVPPTKRYGHTAVLWDQYII
IFGGSNEYLEYRDDVIVFSLKTKVWSRPDIKGEVPARYLHSATVYKNKMYVYGGFAKDSKRTYVLEEMRMLNLETWTWSE
AYQVPARYNHSASLIGNKLWIYAGKDEAGQTVSDLHSIDLDTLKVLPHIGITGKVVLLKSQHFSESIGSQLIVFGKYLNE
FTGTSLYGLWIMDLEQLEWRKLDIDHCLEDGVWNYFTVVSKHQRSIEYGTDDCFIDTSDDRDDGGSAPSLIFLGNTEKER
PQPYDHFRDVLSINIEFLGVFQIPPSTLQSHMSLMLNNEEFSDFCIISKGSQKIHVHRMVLSSRWPHFRNMHASGMIEST
RGSIVLPEPYPVVFAFLKFLYTDSVDTKLDYSIVCEVMIMANMYLLERLKKLCASILHKHHLHIDTCVRIFQAACVSQEH
GLKKLSQEFIFRHCGAVMKTEDWLLMWSQSESGAQRAALEEFIDGIPDEASLELSPNQRPYAEPAPFEPSLRKEL*    
>Pbla_Phybl2_137950                                                             
MSFLKSNQPLQTTGSNLVGLWRPSFVKVDQRLFVFGGGGNVTNDLHVLHLTDMRWETIQNIKGTSPCKRYGHTATLWNNC
ILVFGGCNEFQEYCNDLHIFDLEKLTWFQPKTTGVIPARYLHSAVAYDDKLFIYGGFAKNADCTFVLDELNVIDLKSMNW
SKHGTVPPRYNHSATIIGNKMYIYAGKDEQGCTVSDLFSIHLECPPYVPHLVLNGSHSNSTNQMVLLKSQHFCEAVCGKL
LVFGRYLAGGQPDTPSDATYGLWMLNLDRLEWERQECNANFQVGGWNYFTVLSENMQSSETGETDVKINNLFFLGNTDPF
RPQGYDHFRDALIINGESLGLYDIPALACMNEFGHLLNCPELSDFVIVPAGGQALHVHQVILMTRWPHFRNIYKSGMVEV
QQGKMEMPEPPEVVLAFLTYLYSDNLDPDTSCQIVCEVLILANMYLLHRLKKICCERLYRQHLTVEHCGLIFEKAILSEE
HGLRLLVLDFIFRNYGAVLKSNVLLEMPLMIRQEFLQAVPDEAVLEVTRSRFFSHASPSKTALTSVAAAMTSHTGNISIT
PLSHPYPINYSFGSNTFSGTNNSPSANVARMRHNRTNVVSTSILSSNTTPTSGMSVGV*                     
>Pbla_Phybl2_139010                                                             
MNTCKFYDLNIRSLTDSYTYKISYYFEGINDFLSEDLIVSFEVISGEPLCLLPFVDFSSYHDSSEFFDVAVKVINTQNEH
DVVAAATSPWIKTLFTAEMRDYNKEDVIIRGIYLEIFEKILIFIHSSVYDVKDIYEVSEITKAVDQLELSIICNIMFRYL
RSNIDITNMWPVWDLAVKYECKETEIAYQKITVIKVLQIDHLSPPVPEQDIYNSILSWRQNAISDTKSRIPKTVNPNTFT
DSAIVNQNNSKETKKSLKSLEKIEKAFIEMIQLIRFSQMSLEYLLRDVKTNEILTKTDICMSSISQAISSIICNNLCADS
RNA*                                                                            
>Pbla_Phybl2_162075                                                             
MNAELVDISHYQLDLRLPRFGYRAPSVSTAVKHNVFNGYRCQGHTMRITLQKMKMRNEDRMVPDHIKATCIFRINQEEEK
MSNVSEKGNSDGNVYYLWRFSSKAPISFHLEPVIRILVGFEDTTGLPLRPTSLIALPTYVNSSEFFDVTVNKNLNVEILN
ATVILSAASPWFKTLFTSGMGDSNSKRVIIRGIHPRIFSKILSYIYSSSYKVQDVDEALETIKAADRIELRSLCNTMFDY
LKLNINITNVWSIWELTVDYDSKDTDFLCQEFIRKNLSTLVKNKEWLDLGPGTTIRVLRLRRVLSHALEEDLYNHIVLWR
ENAKNKVAPKSPNATNPNTANVLATTSQSNLSGIQTPLLTLECIEDFFAEMLELICFDQMSMDFLLNTVETNPAVMHINS
CRELIQRAVYLKVP*                                                                 
>Pbla_Phybl2_162078                                                             
MTQKGFIEKRQCAAVFTVKRLEEVFPNDSTTGSIYFLRGYRCQGVIRQDTTRLLKRVLELEKPEESKKAISIKVTLQKIS
GSEKKLRLPNAIKANLKLETTINYTKENLNRMWRTKYTELCRNNGQTYPLEYSIGPEIKVPVSFEDLINQPVALLTYPPL
SSYLDCPSFSDIRVTVYENEVMVGEQSVFNCHKVILAAASPLFDKFFTEKMDGSEKKGKIIHGVHPEIFKKILVFIYSSD
YDVKDVNEASKIIEAAHRFELPDLSCYHCTDTQGYCQKFIRKNVRKLLSSEAWIHLDPESVIRTLNIDHISPPVKENLFY
EAVLDWREQALYNIRSNSEDHDDPGSSHTLVDDTKKSLEKGPGYPQTEEDVEEAFEEMISLIRFNQMDTKYLFEKVEGDF
EIMKSDKCKKLRLFLLLIISSMLHLPMAVPPETLFVFKTLAAIYPNKIPPPYDEREKYHSRLQLLLSTKQFFPYLRAINT
VCCNKNAWLLHLFHDALQHSNVKIKHATIDFDMYTSNVKNLNTWIKHYSESVNILCIYHGNDYSSIPAARKLHLKYMTLN
EIKYHCSDFDETGQALVDMHFSPLKVLITYDTSFKYFDSRSSQPPKLIVIEQKGNDNIDQGQAPQSSWYHLCADRTNRKS
RMLVWELGRRDIEFSQRHLKNFKRRKGRENI*                                                
>Pbla_Phybl2_139045                                                             
MSSDTLNTFDFEIILQKTSTKENSRQLASSIRAFYTIIDSANKVISLEAARKDKVKNNEHTGIDLYLWEFKHSIFHVSSN
LSATVLIRFEDKIRQLLCPTPSIDLSSYADSPDFSDVTIKVIKSESNDDSDSRKRIQEPNKYMYQTLNICIEKLKSRDFR
CHKVVLAGASPWFKALFKIKMSDSNSKDVTIRGISPEMFEKILVLIYSSEYNVKDLDEASKILKVAERIEISTLCNLIFA
YLKSNINNKTNYRRKDIETACKNFIKHNAATFVRSKEIIAFDSESVIKILETNNLSPPVNEEKLYDAVLSWR*       
>Pbla_Phybl2_162891                                                             
MNRRPTSPPAQQSPEASVQDEVLLPLPTPAPTPCRILGESLASLVGASLTVVGDSVYVFGGFDRFTDEVFKSLYRLERHA
GQSRWTRIIYTKGAAPSELSGHSVTLWNDTKLVVFGGSSEEDNTFFNQIAILDLSTMVWSHPTTTGHIPEGRVNHSATIY
QNKLYIAGGNTANPSSFADTLLILDLETLEWQPPVSFVKRQQHATFVYDHRLYLYGGFREDMGRSNHLSFINLDTYAITH
LDFESASAPPLTGQRFGQICGDQLVVVVVTAPSTAATVRATRETHQPQIHATGVWTLDLTSMQWQQREMGSRYGVCNWHC
FAMGENDTAFYLFGTEEDEPYDYYAMALRVDLQELGIVVVPPPQLGHDLVNLLASHTGDFSISSSLNDEKGEVRVHRLVL
MARWPHFAALLQSGMEETVQSTLMMPYGLESLQALVIYLYSDSIDQIRQRGVIADLLVMAQVYELPRLSTLCIRRLHHPM
TIDSVSKVYHCAGLAGQPGLQHSALAYMFQHFGAVSHTHAFRSLPREVLFQIWDAMPDNATIVGYTSRSPSVEQDAGRQS
DSEMSGVDS*                                                                      
>Pbla_Phybl2_185572                                                             



MFHTPLKTLKQSLHTVLNQSQEYLADVSLVYPTQKIWAHRALLVTRVPNEFRIRYMPELQAESTSLTSLATIVPQELMMY
LLRFCLDSLSIHDSRSSDEIRKQITDLEETLSMRLLPECETGKTDDEQWINDLTRMRADQVHSDVMINIFKAPVEIKKEP
QSNQTPSQPSPAGLRIMSKSGGVPSILTSFSKTTDHQPVQTSPPVTITFPAHRFMLAAQSPYFRTMFCTEFKEAANATIH
LPADLFSAAILDLILHYLYTDTLLIPPMPANTQSSNAVQQRLTIKKHSLRILQKVYRAADYLGHSDTICVAVLCELGNIC
HDFKCSCSDCAVLLPSMLSFSSQHAGLVVSEMRRKLITFYSDPVHSLSLWSQKPFAILIQSTLPTTPDGPKPTTQNATLI
DDIVQQTFANITRHNAIHVLHSLHLCLSHIRSSDLSTTWSAPTLDILHVFLDHTVQMVSSNFDFYCVEYPILLSCVDGIG
AGFSVDFLGFVLKHVLEEGIEDNNATVLYQGIVRDLVGRQEMVKNVAVDSVLLDARQSCASYIRRRSAAIKAIDGFNSLD
KDVLRQLSDDIGIPVRTLTKPVESDFSAIFGFHPKAKAAFRSRTAESDEKLKTVCATASGGGNGGSGGTIDSRSSGRRLS
FSGLMTHRYSVPTKTPAPAEDASASAIRPVPRARSHSSDAVPIQLGITSASAVSTSSASSVVSVGTDEKPAPRRRFHPPV
SQGSSSSLTDVLLPIDSVASVVAVKGETPRPRKLKFELPATPLRTKLTPRKQISAQKRAQSPRRSRWGLGGSTTSDNSDE
DESATIVIGTKIELLRRPLPTLGTIKYIGNVEFGKGTWVGVELESRVGNSDGAVDGKRYFQTDAQRGVFIKPDDFKVVHL
PTSKA*                                                                          
>Pbla_Phybl2_87911                                                              
MAPSPSTQSITDLTTRFHKAKGDIPPLLIGASVTIVGENLYLFGGRHKASRQISSKLYVLSLETYFWKSVIPKNTPPTAR
YFHSADCYENHILLFGGMASDKSSPNGLCALGDIVLLNLQDENGDLAWEYPDTQSTTLPQPRYAHLSSISGSELMIMGGQ
DIENEYIPEVNVFDCKQKTWFNPIPIEPHYGAYRSAAVSIPTSSFASLNMPRIVDSANTSFASPFDENNAYNHSRQRNKT
STVHVYSSSNIDGPVRQFHALTVSTKGEFIDLTDRSNLLAGTALPPPLRFPVAFACGQYMVIAGSCITPTSSQYHIWALN
FAAMAWTRLDAGPALSKGSWLRGALYKNSNRFYVFGHPDRSMGDDYKNRIVSFEYLVSIDTEAFGIYQPPTPSYDAEAQG
LGLCILNDMTLADLTIITTDQQSVPVNSAILAQRWPSIRALLSPLLSPENPDPSVQTTHKLTFPDTHSVLVAFLQFIYTD
QLLTAQQHQPHILSRLLLIADLFGIARLKELAVHALHQMLNMSTASVIYETAALSNSISLQIRALRVLIN          
>Pbla_Phybl2_142117                                                             
MTLHDYGDTSYYTYYWRVPRFSSIPLKTEVRSAWFRLDKYSMMIQFYKGTEDEPNALQVDLVIPRVHERLSDEEMIEPLN
AFNPSIVEISDETKYECKRFISLDQLSTIITMDEIRFSVCPENKSSSGYNMSPLKSLSPINIKSFRESEIFHDVLIRVIN
DNSVQDVSVELYVNHDDQTASETSSITGTPLEQPEEESFFVHRLVLSAASDLIFEKLMEEKHEGFKREIVIRGVDPRIFE
RILDFVYGLSPGPNSVQEAIDLIPVTYQLKLDGIRQYLFQYLQLNISNQNMWGVWNCAEKFMCPDTQDICERKMKTKPLD
TLQSVYWFSSDPKVVLNALKVDYLQKPVDEVVFYEAALIWRDAQIKKAKKWLYLDNKKVALSDVFAQIIACIRFPQMDAS
FLSEVVEKNEAVMNTTGVQELIFEAYRFQACGKKKITSVRCYPRKRF*                                
>Pbla_Phybl2_142118                                                             
MLQISKGTKEDKNGFEVFFYLKNVNPENKAAQDVYVNATISVGLPESHYNSYVGSVYSRGELKASHGFRWTHFASLDEIK
QRLVGDTLTISVRVGRDLCAKSNRPVDPIKTKILNLEKYTDSKMFHDVLIHINNDRNNRKKGDNPPKINYCGEEDDHDFL
YYNASGNRTFYSHKVILCGASGWFKKMLEPKNGATQKVELTLNNVDPEVFETLLCCVYSSELLVDDFVGAIDLLIPAKEF
GFKTLCSQIMRFFRQDINHQNIWLVWSMANRTACTQTETACRKYLEENPVLSMKNACWLAVKSSLAINFMSMETFTKPVD
ESIFFEAAVAWRTQNMEWTLNGGGPIHEENAVAIERGFSEMIRCVRFPQMDPHYLTNVVEKEVVFKNMKGSKDLILEAYR
FHAGASEPSSFRCYPRYSPSESIASKALVKKTS*                                              
>Pbla_Phybl2_109978                                                             
MQMQSISGIITQVRLTQGEVPPPLVGASVTVVNDQVFVFAGRLVSSRKMTNHLYILDLNTLLWSRHFPAPDSDSPPQARY
FHSASVYGNSLVFFGGMGHSLETEQIAVLNDVSLFDLSTMSWKKPPLQSSTHAPSARYAHLSSVTDDRLVIVGGQDISNK
YISEINVLSLKRWEWVQAKTFDKSIGAYRSVAITTPTGTRLPVLLREPMSDNEDHPQSQQDKDQPVVDYNHRASLVRQYG
QSLQSTREPSPIYLYSNHSFSDVRRELQLIFLPNATASNIEDCSSFMSGTMMPPGLRFPTGHTLGHHLILAGTYLSPQSQ
AYTIWSLNLGTLTWARIETGAMFSTGSWHRGVLHENTNRFLVFGNRTRSFLEDYTHRQMNFDHLATVDLEAFGVYRLPRT
TCSSLAQEMGLSLLNEPAVADFHIITREQQTIPVNSAVLAQRWPYFADLIQVSTEGLDVVDLPETSGTKSRGMAFPYPYA
VVIALLQFIYTDNLLTAQQYQPHILSQLLLLSDMYNLPRLRELSTHALHQMLNMSTAPLIFETAALSHQTSLQIRALKMM
IA                                                                              
>Pbla_Phybl2_76118                                                              
MSKAVRLWRKTQSVLRRNKILRLSDHKRDTKKETSRHSKIKGQVLSAFALLFTFLLFHFSLLWSMFEKAPQTLKSSLHTV
VDNAKEYLADVCFRFAHGDIWAHRAILLARVPLKVRQQLMPTLDHNVNETCLMINLSKEISPLLFQSLLRFWYTSELYSP
SSFEYNSSTTSISSTPATSATTSTASSLSILSSLEDIPGIITNESEMLKERKVLEERLAVGLLPVHDDKETDYDQLVKDL
TNMSKTELGSDVTLNLFPASVYALHSPGDRKGILRDTSEGGLGSSLAAHRFILAARSSYFYAMFCTDFRESSSSTIHLTD
DIFSPWILHVLVHYFYTDSIVVPPLPSTALLASPVQQRLSHKKHSLRVLQKTFYAADYLGHASCAGQAVLHEMSVICHDF
KCACADCSAILPSMLLFAHKNKASVPIMLPGLMSLYTDPVRLLAPLWAAKPFSILVGSMAPTAVDLVEPESTIFSKAPAT
DDQPTFIKDMSELTIANITKHNSIHVLHSLHLCLSLIRGHDPLSHWSAPAYDLLQPVVRHTVAMISQNFDYYCVEYPILL
SCVDGIGFGFSVDFLEFLLTRVLEDGIQDANAGIVYQGIIRDLVGRQEVVKNVAVDDVLISARQRCAAYIARRWTSIKAQ
RGFRKLDKETLQKMSADIGVPYRALSRPFDSDFSAIFSFKPKAAKAALKSKMSEVDNSSTLFKTLSHTPGSNRRLSLGNL
RPQRSNGALNAKASLDASRMPTRPRSHSTESVKINSINGHYVNQTSMDAMSSQPLIHLLSLETKARHQAQEGSFESPTQH
RRNSVRSLADELLPMDVVPIVVSPPGPSAASVPRVTRLTFEIPTTPLRAKSPVTSYLSTPQGSRRRARSPRRHRWNIGSE
SEDEDLRVTPVIGAKVELLRRPLPTLGKIKYIGPVSFSKGTWVGVELESRLGNMDGSVDGIRYFQTDAQRGVFVKPDDYK
ILSMPV*                                                                         
>Pbla_Phybl2_72015                                                              
MNNTDQQILGNTSHYKYPIHEWSNIPLFSNIYSPHFYTQDYTCLKKGSKEAPGSLIVATRLALSDNSAKPYEIMITFSIK
KKSDTSKSTRRNGLVLESNILEGLHAPITLKALEPYIYDDCLNVVVSIDKLPRLLGMFGKYPPGHGFLLVVYDDLRPSPN
VIIRVSKDEKETENVTSEAQIYYSNKHILIKNSAWFSNMFLSGMRESEDSRITIRGVDPQIFGRILHFIYTQEIPIESMK
DSIDIIKVADRLQFDKVNTKAFNVLKDGISRHNVLETWRCKYLRVQKRAYTPIDQYEYTEIQDLCYKYMRRYCGDILKSP



EWLDTDGQQATKILKIDCLDIPVDETIFFEAVINWRKANITRANRLYEDNVSNLCSEPSADNKVVYNCENEFRGADSKLQ
EKFHKKKATLLKEIDYYFAEMVRSVRFTQIKKEYLAETVQQECSVRDVYGLHFLLRMAYKNLAFSKGIKLEKNYGPR*  
>Pbla_Phybl2_61272                                                              
MNGRTPFSTVGHVDAAGYYWTIPEFTMIAHKKRIISPCFNINGCTWFISSLEIFVCLKEANISRSSSDQKRVVQATVSIE
HANLHSCVYDPKITKEMDEIMDSFDERGWVSFIALKDITPYLIKSQLVISIRIKKETENLLTISPDIPRNLVPKLEHFAG
SPEFHDVIIRVINCPKKESDEPSTSTVISKKHKHKIDSKGKDTTPIERLFYGHKVVLASASVWFKNLFTSGMSESSGHEI
TIRETDPGVFEKILMLIYTSNFEAQDVFEALSISKAADEFQLHDICNQAFSYLQTQVTRENLWLIWNHAELLENEDVQNF
CQNYLRRNCIACLQSSAWEDLEALWAIRTLQIDKLTSNVKEVDFYRAALRWRDNKQHYLAAKNESGDRSGLRLRKRAFQQ
LRDCEDERQINDDFSKMIHCIRFPQMDMQYLVTNVETDVPVMNVSGINELASIYYFFSSYDSLIIN*             
>Pbla_Phybl2_145183                                                             
MSALKSGKPICTTGKNLAGLWRPSFVKVNHQLFVFGGGGNVTDNLHALDLYTMRWDAVQALKGKAPSKRYGHTATRWNDS
IVIFGGCNEFQEYCNDVYIFNLHTLTWTSPEVSNIVPARYLHSAMAYDDKLFVYGGFAKSMECTYVLDELNVLDLQTMIW
TKYQDVPPRYNHSATLIGQKMYIYGGKDEHGSTVSDLYMINLLVPPYTPHLVLSGEQSSTSSKMVLLKSQHFCDAVCGKL
LVFGRYLSKNQETNHSSSGISGSSNSSNSSSSSSSSSSGSGSSSSGSSSSGNGIPEASYSLWMLDLDTLEWERQECNIHF
EVGGWNYFTAFKEQMMPGTEDDDQSVATVNSLLFLGNTDTYRPQGYDHFRDALIINSETLGLYDIGPPCCLNQLSRLLTN
PELSDFVIVVSGGQEIQVHQVILITRWPHFRNMYNSGMTEALERRLEIPEPYEVVMVLLKYLYSDRLDETESWDVLCQVL
VVANMYLLSRLKKMCCEQLYRRHMSVESCGAIFEKAILTDEVGLKMLTLDFIFRNYGSVLKSSTLMHMPLLVHQEFLEAI
PDEAVLDIGQMRASNTTKPIGGKASGLSKTYSTPSLAYSSSDNIYHTQTYTSVNIVRVSTDNPVGATDVIIGI*      
>Pbla_Phybl2_145288                                                             
MGIDNSLGTLKSFKNIKPASCEWEFPSVLPSSTIQDSINNDSLNISVHIKQDPANPKEHFLTAYIPESVVKETNYLPPHD
ATVYVFENIEETDLSEYQSFNCHKSKLTEASGWFKQVFNDAEGPTTNEAIIRGMDPEIFKRLLQYSYTLTCDIMNIEDAL
TLIEAAERLEFNNLIKQGFQYLQTNINSSAIWNIWKVADVYDCKKTIEVCKDYLKRNIVSILKDTSWLRTDVDYALRALN
VDGLPEAVNEAIFLDATLIWREWHIQEIERKTIYIDSWQYERQEQQEREEIDHKFASMVRCIRFSQMVKEDLRYISNNIQ
YVMNVEGIPRMIARAFRNIQFDSKETIPKEYQKRHIH*                                          
>Pbla_Phybl2_168423                                                             
MSVPLTITKVNESKNFSFGSSCNIEDWNSVANGTIYESNNMNCGNIGWHTEKTLVKKGVFRHRITADNRGFKIPKFCLLN
KIAPGKISSRCIIDIHIIPELEDDLIESTKNLLVPAEHKLKNYIGSNKLHDIVIHVTESKDSKKSFESDLKKDFYGHKVI
LAAESLFFEDMFTCNIGPKTKKEITIHEMNPDIFEQILGYIYSHKLTIADIDNAKELVLRGDYLQIPAIIEQAKEYIYDV
LSVNILWDTWKWSEINHCNEINEVCKMYFSNNIEASFLDPAWENAYYPTTLKALSVKNIQGTFSEASFYHAAVKWRKEIS
TADMDEAETKYLNEHFSLMLQNIRFGQLDFVFLADTVQNEPLVMSSNIIDKLLLEAYRYKASKSESKTLWSRCHSRAQP*
>Pbla_Phybl2_65765                                                              
MNKYPDSDTRDSIQKIKVSISIIKSVIQPINKGVSYEPEYRGESSNGRVYFEGTTLQNLQNYITDDQLALSVSLTIGHKN
KNPVDEPRSYPKPRPLKFYDQDLKNFQDVTIHVLKNNKDEPKEIESNLNNNSTASITISKNKKDESTQEFVSDKKTTLHG
HKFILAAASPWFRDIFLSGIKESTKNEVKICGVDPIISQLIFDFSYGKDIYIKDSTHCINILKVADRLQFKNIKVYAFSY
LRNQVKKSNIFGIWEASDLYDCDETRALCEKYRKSGYPDIFMSPGWLSANDKCAISVIKIDGLQGIIDETRFYKAVLARR
EFAIQTVINLRKAKEKESEEKIAKAPHVTPTPSNVNIYEEIQKEAKDIKEDDKDNSCNSDTQTKTKTERLKRLENIRWEN
ILKRNWKLYKSILKL*                                                                
>Pbla_Phybl2_65771                                                              
MSKVHENVGLFNECNHKWTIPEWSKIPLKAILNSQGFNVGNHEWTVQHIGIFVMSMGKYSTSDKGDSTEKIKVSLSIIKS
GMKSIDKEGGSSYGREYQKVTTLQNLQKYLTNDRLTLSIGLAIEQKNKNSLDGPRPYPKPQPLKFYDQDFKDFQDVTIHV
FKDEIDESEEIESTEGLTSDEKATIHSHKFILAAESPWFRDIFLSGMKESTENEVKIRGVDPIIFQLIFDFSYGRNIYIN
DSTHCINILKVADRFQSKRIKDYAFSCLRAQINKSNIFDIWEASDLYDCDETRALCEENMKSSYPDIFMSPGWLSANDKC
AISAIKIDGLQGIIDETRFYKAVLARREFAIQAVINLRKAKEKESEEKIAKAPHVTPTPSNVNIYEEIQKEAKDIKEDDK
DNSCNSDTQTKTETERLERLENIRWEKYIKEELEAIQKHFEIMIRNIRFHQMETEFLANTVRKERAVMQIPGIKDIIFEA
YRDKTFLGKKELSKKYKSRSIESK*                                                       
>Pbla_Phybl2_187045                                                             
MKSNKKSTLHGHKFILAAASPWFRDTFLSGIKESTENEVKIRGVDPNIFKLIFDFSYGKDIYIKDSTHSVNILKVADRLQ
FEDIKVYTFSCLRGQLDESNIFDIWQASDLYSCGETRISCEEFLKDCYADIFEPPGWPAASNDYALKAITVDGLKGRIDE
RIFYKAALARRDISVQKMINLLKTKEKKCKKKVAKALPGTSTLEGAKNTKEKGRKKNEYKAETATATETETETETETETE
TEPEPDTDTETEIEAEIEAEAGSLEGLEYIRWEEYVKKKLDDIHKHFEVMISTIRFHQMDIKYLADTVEKDDDVMQIPGI
KDIIFEAYRHKAFLGKRQVSKKYQSRSIKSN*                                                
>Pbla_Phybl2_168637                                                             
MGLFEECNHKWTIPEWSRLPLKSVLKSQRFNVGNHEWIVELYKGSSKHPEHLGIFFEPIGTHLKSHKENYIKTFKVSLSI
IKPGIQPIDKEGGASDGWGYYEATALQNLQNYLTDDQLTLYFGLNIEQKTKNSLCGPYLHPKQPLRFSDQDLKYFQDVTI
HVFKDENDESNENENDFNKDSIASISRNKVKKAKSNGGTTSNEKITIHGHKFILATASPWFRDIFFSGMKESTQNEVTIC
GIDPRLFKWIFDFSYGKDIYIKDSTHGINIIKVADRLQFKYIKEYAFSCLRTQINMSNILDIWEASDLYDCTETRTSCEI
YMKSNYTDIFISPEWLSVNDNCALNAIKIDGLKGIVDETVFYKAVLARREAATQKVIDLQKLKEEESGDEVTKALPGTPT
PSNVNLYEKIQKEIKDIKGAKGAKDTKGESKDNDYTTDTQTETETEKLERLENMRWERYIKEELEAIQKHFEVMICHIRF
PQMDIEFIADTVEKEDAVMQIPGIKDILFESYRHKAFLGKRELSKKYQSRSIESK*                        
>Pbla_Phybl2_145692                                                             
MGTYPTSDKAYFTERIKASISMINPEWLPIVNEGKHSSRFGYDKFTILQNVQNYYLTDDQLTISISVAIEQTTKNLLNGP
RSYPQLLALTFHDQDIKNLQDVTIHVFKNEKDEPDEKKSNLNHGSTGSTNENENKKVEDTEGTISNEEATLHGHNFILAA



ASPWFRDIFLSGMKESTENEVKIHGVDPKIFKLIFDFSYGNDIYIKDSTHGISIIKVADRLQFKRIKVYAFSCLRAQIKN
SNMFDIWQASDLYDCDETRKLCEKYMRSNYADIFVSPEWLATSDVYALKAIKIDGLKGIVDETVFYKAVLARREAATQKV
IDLQKLKEEESGDEVTKALPGTPTPSNVNIYEKIQKEIKDIKGAKGAKDTKGESKDNDYTTDTQTETETEKLERLENIRW
ERYIKEELEAIQKHFEVMICHIRFPQMDIEFIADTVEKEDAVMQIPGIKDILFESYRHKAFLGKRELSKKYQSRSIESS*
>Pbla_Phybl2_181494                                                             
MDTDNVEEKIANGRGYDQFITLQDVQNYLTDDQLTLSINLTINQTHKNSLRGPRSYPKPQPLKFYAEDLENFQDVIIHVF
KDENNESDKNESNLNHGSTDSINKNENKKVEDTEGTISNEKTTLHGHKFILATASPWFRDIFLSGMKESTDNEVKIHGVD
PKIFKLIFDFSYGNDIYIKDSIHGISILKVADRLQFKRIKKYAFSCLRAQIKNSNIFDIWEASDLYDCDKTRKLCEKYMR
SNYADIFVSPEWLATSDVYALKAINIDGLKGRMDETVFYKAVLSRREAATQEVINLRKAKEKELEDNMLKAQLGNPTPSG
DNESEVVKGLDEGAKDPREGAKDSEADDKNSEDASREDTGEKGKEDSKNNGNEKMDTNVKATDNGWEDLPENVKPVVETE
EEKLERLENIRWEEYIKEELEAIQKHFETMIRYIRFPQMDIEFLADIVEKEDAVMQLPGIKDILIESYRHKAFLGKREVS
KKYQSRTIESS*                                                                    
>Pbla_Phybl2_65929                                                              
MLLIVMIKYLFLLHLHLLSDSEPTSQANLEFDTALSVTQIYNGINLRKGTRDRPEHLGVCVVPSPHTLVVDKGDSIEKIK
VSISLIKAGMQPIVREFSRDFEFKGVLSGGRGYNEFITLQHLQNYLTDDQLTLSIVLAIEQKIKNLLGGPSLHPKSQPFN
FSNQDLKNFQDVTIHVFNEKNDGSDEMETNFNHDSTASIRSNKRKRVESTEDIKSNKKITLHSHKFILASASPWFRDTFL
SGMKESTENEVKIRGVDPNIFKWIFDFSYGKDIKIKNSTHGINIIKVADRLQFKIIKDYTFLCLQNHINKFNIFDIWETS
DLCDCVETRRFCMQYMRSNYVDIFLSPGWLSANDEYALKAIKIDGLKGVMDETIFYRTVMTRRRAAVMELAKLRITKEKE
WKEELLKAPSGSSTPSGEDESEIVKEVKEEAKVSEGDVKVSEGDAKVSDDNSREDTGGKVKEDSKDNGKEKMDTNVKVTD
SGGEDSLGNVKAVVETEAEKLKRLEKIRWEEYIKKELESTHKHFETMILHIRFPQMGIEFLANTVEKDDCVMQIPGIKDV
HMFSDNLYGVCWFNNNLYAICFLTGISIDYRNLFALRLMSKFSRFGYVARLLPH*                         
>Pbla_Phybl2_65416                                                              
MDQIIHGIYVCTLFIEKRLSSECDDQPVAIALRKMDVKDTRRLPSSIRGHIKLYDIVSKPTEIKSVKKAGNYIWQFTHNF
SLAGTSEPTLIIVKFEGETDQPFCLSPFLNFSNHTRFSEFSDMIVKIVKSENEDDTESGHETRIFRCHKIILATASSWFK
NLLTNGSYDSKDWTVTIQGINPDIFKKVLDFIYSSNCDVNDVDEAFEIIKAARLIELDSLCEIMFGYLRPKIDFDTFWPI
FSLAVDYDCIPTIMAGKEFVKTNAKEFYSCAFSFERDAADILKSQSQDTSSSDISNLASSVIQLGLDETKQKKDKDTLEK
LTKNAHDLFEFTIACHTEMTYWKTSK*                                                     
>Pbla_Phybl2_159680                                                             
MVVWPSSYGPPNISVVLGNPADTQNADTGLVSRHLSLSLFRIPVLQAHRRLMSSVPQLGTLDAQKDGSVLPCHRSVLVAH
SSYFAALLEGDFQESQMSTVYLPHELSDAPSIKTTLEFMYDHKLRLSCSPAESLKLLQTTYLVADYLDIPLLKQALLDEW
NKILHNWTCNCPGCSSAVPLVLQFARQYPHDEHLEAIHKKIYLLLTHDPDKALAAFWTEKSLATLLLFDKHFAQSLHMDI
ISRIGQHNAIESLFACFSAAKQLATKDPLFNWSEPLHITLAAAEARATKIIATHFDFYCSSYPALLSCIDGVTYSFDFLE
YLLNQILEDEMDCTNAGVLYQGIVRDLMGRQEVQSHERVSSILQGAKYQILCFVADQFDQVKQTNHLNNLDSDILQQLAK
ELTVPPRSIVPTWHASNHSKQSFLSFFSASGDLRFALHPRRRPFQPSPQPLSSCPEPFVSRLASYIKRLWAKEPPLKGRA
TYSRSTSTFSGQSRSTFSSRYNEKLRKRSFEVRHVHEQST*                                       
>Pbla_Phybl2_149292                                                             
MPSFSGLCVDLLGIERNIIICFQFCQSFFGAPFGFYKFFDLSTVDQYINDDSLCISIDIKILSISSYYRPPGFVIPKHLT
DSNGFYNSNKEPTACASEVEVALDRYMSFMEFHDVIIKVTENERLGNEDNKDNCFRIFYGHRLTLSAASDFFSALFTSDF
GDGTKKEVTIFSVDPYVFGRLLYYIYVDMIEFKCVDDAKELFLAADYLQLPKVVSKAQLYLQMKVSPLNIWSSWKWAVAC
GCDKMDEYYKECFCLNAVLLLSQPEWLLADFSIVSRVLSIDNLSESVDEKIFYQSLINWRKHQLEEEEAGRRNKDNDGDQ
QFGLLLKKVRFPMIKPISFFNVVEEEPLVIKAAGIHELVYQKVKSLFDVKPDP*                          
>Pbla_Phybl2_149462                                                             
MPSVSIFKAIKDNNIDLVKFLIGLGTKSNQSANVTKEDQQWLRNHLKTTGQKQYNLNKRSSKGKTALHYAVQWNRISIAQ
CLIECPMVNINLQDLESGWTALHRQDWEGLSPFELYNLTVKDSSYPNISTLKVETPASKLTQLDDLLNLNSHYQLQHQYQ
YQYQQQNQNQNQNQNQHVVAGGTDLYTWGINTNYVLGLPDSDNKSRPERVRLDLESQRIPEITSRPPYLVRTVVMSKYHT
AILTSEPRNNLLLCGFGRGGRLGTGKVVDTQLTPIAVQWPEYIVAVALGRDHTIALSKSGNVITFGNNRFGQLGYETDAG
KDETPMQLVPRKIQAANLKRLPIIGVAASSVHSVVYTSSDIYTFGYNQGQLGYTYLGDDICQTTPKKVTFSEKIIQVVVT
DNATAVLFSTNQAVLLFNYGQQKLILPWKRFPSKMQVHKPARNLISKLITSGGGDYMGAISNMGEVFIWTCKSNAATTRR
QNEGSGTGTGTGTGTGTGTSAGIGTGTGTSTTGSGTNAGTGTGIDTSASTGTGTGTGIDFGARSRSTIITTMSSPRIVWA
PRLAHLEARQASIGQNGQVIVCTAMGEVYIGAPSGPNENGEYRFNKIPFLQRCIYVSANPSGAFAAIRAEYKASKQQAII
PHVSDHLVSALPHKAVAKMLDEQIKKFDAQKQSALEELRNNQLAGEYGHDKNIKNNHSHNHNHSNTNTNTKTKTKIKINN
NHNKHNKNNKNNNINEDEDEDEDEVKEMKQKIHTRYNFQIETAVSDAWKSVENLSRDDATLDLVFVVQNRRIYLHKFFLS
SRLRFLIGGGSSNNRSGGGDDTYSGDLVEPKIPHSSSIFHQLLAVINNPERSEIHLATTHLESFLLLVDYLYSDNYAHPM
STLYKSPLLCRASDIPTATAAAAGTATAAPFLVVRPLDVQKGLINLAEELDLAILLDSAQSTFNHTPQSSLLTDLELLLT
NKVTQDVQLNLKDGEVLFCHELIVRQRCPFFEALFCPGSVWMEERREANRTNAAVDGNNGTPAGNKQSYLPVDLGHVPVE
VMASVLEYLYTGHNEVELFGKVAKNTVEEMVEFLMEVLCVADELLLPDLKALCERSLIDFISLRTAVVLLERADACLANL
LKQECLGFIGANLSTFITCGMLEYTDNRLVGYLEEHVQSWQAQERKFSGIQRDLAQVDSKDREMDDPEFSTSLYALSLED
MPIISSQRDILVTVYPKKPAVPDHNEPSRASLAIKDKKPKAAHVSSQKKGGESRKRGVRLDLGATENEIEAIARSLTKTS
HSLTSRQGWATPVVGIQAESLKPSLREILEQEPQAIDLSSSGHSPPTQAKLVQPHLKKVSQKERRRLQQQQQEMAGSGSG
SGLKTGVWGKITTEKPELIKATVPNNVPGLSLNPAINLAQKYVPEELVNAETSAIRRPVENDIKIGSNSDKVVSDTFEAG
GLVDGFVLTPIRRRNAYGDLMALCSDDVAETGSFEKILRQQALDKMRKDRRPKKSLVRIQTEERAVEGLREFYVQTIEVE
SGEWFEVNRVGQ*                                                                   



>Pbla_Phybl2_149691                                                             
MSLIEPNQTIFWLLCDKDNVCYCDWRLYLKDCVLQDELRHILLGGAIVSTIVAVVGQSVWEYSPTTNFIRPKPIDSFLLM
LGLYNGLRAIQTYIVLGDVLQNVIFRSFFHELPWQFAVASMTCYFFGIIHTIAENHKTLSIRWIRRPVLIDRICTVLIIC
PFITNNIFSICSGVYAQNGNLKMAYIFSRVLHITWGAYCGFALLIIFLSGKRLVRLLQEHRKMRIKNNSDIGAINVGIIK
VRVVALAASAALVMFTFLSFSYGAARNEIMMRKGLSLTICVFWMFNAPVAYSVCEVAIILTPKLTTALGFSDHSTHEEED
DIARPSSKIFNHIRSSSLPQNQVRFPKRTLSKIDTQQKNGNGNGNEIDYVFSKDVTNSDTINNGYGLNKEGLGVGAGHYS
ANTSPVRYEFNKVSSEHPADFNGFVTALDAPRHHTSREKNREFSTKATDTIPLQQISSSDDGFPPARSNCRLSLELEGTY
PVGNTYGIDATVHGTFSIEKPEVKQTKLANMPHYLPKNKTSRTPDWISCVSLSTIQQHVINDRLTISVYIDNDSPCFGQK
RQSCPEPRILKVDNEKFSKFHDITMHVFENEDEDEDEGDNGDGDKDGDREGEHDGSNKTFRGHKVILATASPWFENLLLS
GMEPRLNEVTIRGVDPEIFKRFLHYSYKQEIYIRSVSDALKLIKVADMLKFDDIRKDAFYYLQMRINSGNFWSIWKAADM
YSCKTTQKLCQVFIRENCPNVLSSPGWLTADFEYTLKALKIDCLPVPVEESTFYEAVIDWREAAIERISRNKRRMTENAQ
AAAATAAVPRSPDSVSSDDMTKHTTHDIGRTENKSISDSKRKKMTTEDALLLTGDEKTKIELDIIEQQFSTMVHCIRFTQ
MKKEYLADVVETEKAVMKVNGIERLLISAYQYIAFGGKRPVPKELMPRYISSA*                          
>Pbla_Phybl2_149712                                                             
MQQKPVIESELKFAKGSKTFPENCGISLELVGTYPAGDITEISMTVDTILTIFKENALKFSPSTRHQFKLENGSTNLCEY
SFYPTKRGIGDYIDNNQLSMKIDFLNLKQSGIDIPIKNLEERRFVEPKSVPEFCDTIIHVIETEEDSDFSDMHSGDYETP
RSRFTFKSRKAILSKASPWFHNLFFLGMKESRDSEVSIRGIHPDTFQRLLNFIYGFELEINGINDAVKLIKAADRIHLTK
ALEFIFVYLNMRVNNKTVLRIWKAGDDFECKETMEYCKSYTKKHWESILADPSWLETDGRDTIQILSIDSLPLAADESIF
YQAVLNWREAKIKQAVDVPEMLQSNVLQIFNHLRNNRFTKDCKLWSNEIGNELEDVENHFVQMIPLIRFNQLTAKYLMDN
VETSGIVIDIPGMKKKVLEAFRAIAIRTEIPETVNTDKRHI*                                      
>Pbla_Phybl2_183000                                                             
MTERFVFEDAPPNVIVAMGPDHRSSTAAKTDIQLESGERTRWSCHKAVLAKHSPYFSSMFESEFRESRATIVFLPRGIFT
VSALDGILHYMYTAELVANTPPLLGDIYSAADYLGMQLLCSLVADRIRALGHQFNCYCESCQTNVPQILEISRAQVQYQE
DDQQMIQIAQAAIKVMTHDPDKTLQTFYTSPELADQLKNAPEVHDYFNQQILERINKGNAIESLYGCFVGLQALQKNDPN
VSWSQPLHTTLQAAHSIVTRTIASHFYFYCSEYPSLLSCVDGISYTPEFLSYLLTKTLSNEMNENNTAVFYTGIVRQLMC
RHAVQHGERVKEILQVAKDTILAFMASHVDQLRTHHILDQLDKGLLETLAQDLSVLPKVLVHPEPEPPKNHHFFARSTQP
PPPPPPPVRRRVIAVQEVESSKKPIGKVSWFLKHVFVVPFSSKTAKQESKRTFVEKTKEMEKKEAAFSAQNSLRREDICQ
*                                                                               
>Pbla_Phybl2_152168                                                             
MDIKPNTVHCIVNNLHTLSSQAKVSNVQIVLESYKCTITLSKDSNPESDQLCVEIILQTVGNKDNIHKLPDSLKANIVIE
IVTTYTDKNLKEKHRTEYDKLSKNNGQDVYKWKLSNLHKFPETSCIDTSHISVHVRLEDIYSQPLNLISETTSLYPNPSD
TYDIRIRVIEDENENENEEKEDAQTVSKSRMFYCHKYLLTDISDWFKDMLLSRSDSTGDLKITIRGVHPDIFEKLFTFMY
TSRYDAKSVYEASQVIKASTRFQFGSIRHQAFQYLRSNINNETLWIIWDLSVSYGCEQAVCACEDYARKECRTLLSVYGW
QDLDQESITKMICVGGLPISITKTLLHTTLLAWRSSTLNRIMSESSKANSSSSAGSDKAGCNTQRYFKELQRYPKSEEEV
EKVFFEITQLICSSEISIHRVRKQTKRVTRATIPPSSRKLVFKPMYFNNSGPKKHCKSRDS*                  
>Pbla_Phybl2_71105                                                              
MSPALLKNRDKARQMQRTSKPASILERTFEPKEERLLIANSVDYAETFNEQHPSWGYSKFILLNSVKNYLEDDRLHICVK
IREKIRWKIKYSSCHPEQVPFYVNNPSYTLMIPDITVHVSSEDTDSSNINEKTNTITIPAHKEILAASSVYLKTLIIVLE
PFNRDKLFIRGVDPGLFVRVLRHCYIADAEIVDIKDAIKLADIAYRFQLNNLMIDALYYLRMRVNVDNIWDIWYISAFVR
HNCRSVLESSSWVHADKKLVLETLKIDKLPEAVDEVIFFQAVLAWRTTAITKFCHEFIDSSNEYSGQLKKDFTEYILNDS
KEELEYSEKIEEKDSETNEYSNIEKTFGTTNTERLRDIEISFSEMLHCIRFSRMELVFISDIVENIDSVMNVEGIEELLS
NAYRCLAFKGKKYVPEESRQLHIN*                                                       
>Mcir_Mucci2_105336                                                             
MSKERPHRQDISLTSIYRAAQQPTASSSVRFFNQHLNKASTKEIDYTLRKLLSYVKHNNEQWPQKRLVRCLDCIYLHAIK
PHVQERVSLPSFKACVRWTVAMLADTADMNNNNNDDPMSLQIQCATKFICGLLEDLAAAVATQPSPDAEAATTTIMAEIR
HHHGVKSLLARTHDCPLPIRIYSVRALTSQIRCFAKDMIALNAYETLSQSLSNIPHLLHVLSLKPPVTDAAQQRSELDQC
VMVCRLLESLFKYEVPSRPSPARQQFAASEAFHQLLSVWQAACHHDYASLVDDATPVGSSSSSSIKRQRVLVYSLTSIVQ
KCALTASGLIAEETSRAKWQPLLALCMQRWIRGTCCTMNKAIFTSAMLDQDKSIMKKLVQISLDILPVLKQHNYWLDYVD
QAVCDLTNFFMAYVSQPILPEQASLVGTQSTLLHTNLCIDVEERGYQIDGAMLNQHQDLFVLLLESFIQHVQLATPSFVK
MISGRVAWCLKSILTILLNANQLETSALRSRILKLIVFFLHYDDAIHSFATSSTNIASLVWGPTIDTAKQGLLTAVSLSK
SQALTAEQSVAIYKAKRAFVSLAMISKHPRACERLVDCQVLQLVDVSLIPAGDIIEKTASLLSVYALFGQFVAALSRRTA
FVRTKLRDECNLIPMIMKLLQEAVQLKEAKRDMTCTVSKDNNQDAIAKGWNHVIASCLMVISTFQYDEPSMRMWLSWDNT
AATRPSTTHDDVSTKRDDYDMKMEEATVAIKQESMDPSDMAVLMEEYTVAANAPKRLSILPILLSVLFPWRNHTDSKVNF
AEINTFLKADLQVILLASQLLDQLSVIPICGRQMIVDPTALYNLCSLMICLTAAYCPDQPECMFKLMTTTISSDANDTPT
LLTMQDGDMVEKLAPLSTAEPVQEDAEMADTAILDNVHLDLDGQQEAVHRPQEPPTLCCAEHLRRAAVRILITHDNIQFT
MLSDAFTSFFQPVLQHPVRGTSHEYWRRLVCDDLFEKKMGDFLSLFRFTETADNAIKLHEMAAIAVGYAAMGAPTELEWN
QSLGLVSLDGCIVGSTQPFGIFCQMLVYELEYEEEAEEEEKDTPRADALLSMITPFRRHAAAQVLEALALEFEVVWKVET
ESIREHITLPQHMPLDQPAEMVTFVTDDATSTTPTISGNRQLLRARSPIFDALLSTDYAESVLAAIPLHDVTFHSLELFI
SVIHQLNDKAEMTTGGHLLVDKVLAPSTSWNDIVDLLLISDRFGSTVVKSLCEHWILEQVKHISSDAQSRFVCLEGMVGL
YRQCCDPMERDGGIVSDTWPFATILREVLKTILQYMSESCQTASLIQMIKDKHVEELDVFCNGLACLLQK*         
>Mcir_Mucci2_159482                                                             
MTMLMKPGQPIKTIGQNLAGLWRPSFVKVEQRLYVFGGGGNVTDDLHYLDLKSMRWETIQNTSGIPPCKRYGHTATKWRD



SIIVFGGCNEYQEYCGDVHIFNLKTSTWHQPSITGSVSSRYLHSATVFEDKLIVYGGFAKSSDCTYVLDELCVLDLGTMV
WTRYHDMPPRYNHSATLVGNKMYIYAGKDEQGNTVSDLFMVNLQKLPYTPHLVLSGNQQQTQTQQTQQTQQGCSNRMVLL
KSQHFCDTACGKLIVFGRYLNSNKQQNSPESTYSLWMLDLDTLEWEKQECDGHFEVGGWNYFTIINETSGAQTEAQSQIT
INNLLFLGNTDPYRPQGYDHFRDALMIHGESLGLYDIAEPRFTSEFVQLLNSPELSDFSIIAANGEEIYVHQVILLTRWP
HFKNIHKSGMSEAIERKMTIPEPVQVIMAFLKFLYSDRLDESEPWQVVCDLLVMANMYLLHRLKKLCCERLYRRHMAIES
CGLIFEKAIMAEETGLKLLALGFMFQNYGYLLKSNMLMELPPSVRDEFLEAVPQEAVLEVGRSRYIQATAAAATAPVAQQ
SQNVIFTSNSAHHIYVSNAQSATTTTSSTSSTNYHHHHHHPRHHVQHHHHRHPQNANYVTTDVILSQRSTQTPNELIPIT
NTNSNTAAASTDMTVEV*                                                              
>Mcir_Mucci2_79248                                                              
MESWSMFGKCATSTFGFYAHKRVKYSHCSNIEDQPDQCAFVKSSCHGFNALYLELYYCSTFWKPIAIAMLVTWLLVLFGA
ISVVASDFFCPNLQTISTKLQLSESMPLSAMDSGAGSMAIGELIGAAFFIVAIVSGCMGIIRPFQSQKITFTRDASFLTG
AVAIMTWIVYHQQIHWHHSVILIGYYLCYVTAVVFGAYSSSSSSSNDPLQENKLVVHLDESTHLLSQHAKPPRLSIPDRG
FSSSVQSNLSELNHLGHVIRPTSLNSIYQSVLPRSASTNGSIMSTATRRTYRRPMTPRIGIRTSVFGAIEFQEQVNHMRR
SSHNSSQQHIMSPIHQRRHRQQSMPPPMWQTLQLPSSHDLSRRQRASTMTDQAFPTVTPSIHVVSPTSQQQQQQEQDYFT
FISTQHDQPLFHIQPSSPPPPPSHSHVPEIRLDVPSSTLLTPDASRSIHTPSILSDYDLFVSARQSFELSPSSATPSFSK
NLADHLMTAAGHNNYPLLLESPSLLQTLFPTLQDWRQKSFFSKWSSLAVLPLVLVFTLTLPVAEIDQIKVDDIQVVEEEH
DQDENDDDDDEESTVNYLSVPAAKSAAATMSDHDISAKITVDNIDTKQGWNKQLLEIQCIISTAFILGVFAANNVIPSYA
ISIGMLVGGLLAIYIKKTTLSHEPPSWFWILSFVGFFVALNWIFLLANEVVGLLQAIGQIFSISDAIMGLTVFALGNSIG
DFVANTAIAKMGFPTMAISACYAGPLLNMVLGVGISSLYQFWKTGASYKLDIAPTIIISSVGLLTVLSMVGHIKSSHTCH
WRVPQWSQLRFGIEYSSPPLLFDDLKWSIKMLSIYVQIHETSPGSLRGIRKNVQLSIKINNTNPSSYYNDFGVGKRLQPV
WFSEKNTKWGEDSIGTLSSIIPFLSRDQLSLSVNITILKSEMNNKAAIPTITPPFSRYIDSPEFSDVSFRVIEQDEEDLE
YANKRDSSRLQDAPPPQEEDPPAIKVRVFHGHKNILAAISPWFHMLFTNGMRESLQNEITISGVKHDIFHRLLKYCYTFK
MDIDDVTDAYEMLRASDRFQIVNIREEALCYLRQELDEDNIWDIWECADMYGCEKTVNTCVSYASVEMKTLVKHPSWVYA
KARVIKMALDIEVGDLPEETELYEAVLVWAQQRGANVTMTLAQQEPVEKRDTVNMSMTRTQLLSSVVNVEPLAISAAVIE
DEDDEEEEDQPPAIDYSHRVVAIPDPKELQADLASILQCIRFPMMPPDYLANRVEIDAYIMSIDGMRDMLYEAYKYHAVL
GTSSSFRCQPRRAQIESDEL*                                                           
>Mcir_Mucci2_155704                                                             
MQDQSESIAVGTIAPPALRFPAAFMCGQQFILAGPHFTPTSQQFQIWALDTNTFVWTKIEAGPALSRGSWLKGMLCQDSN
RFLVFGHPERSMQMDYKDRVNCFEHMACVDIEIFGIYRPPRSTYSGFGQGLGLTLLKDPVLADLNIVTIDQQHIAVNSAV
LAQRWPIIRSLLSPVLTPQADNALVLDFEKRELQFPDTYVVLIAFLQFIYTDHLVTAQQHQPHILARLLFIADLFELPRL
KALATHALHQMLNIQTATMIYESASLSNAVSLQIRALRVMINAKKMMQRQKMLEMNNRQQQQLPKKQPELPQAERPFSPP
PTPASANSIFSMPQQQQQQSANSSRFLQKYDLNRQQQRQQQSLPSTPMSAMSSFSSSSQASSHHHRSPSQRSLSTESHSA
PAIPTTSTFSNTTIPTSSKQAIKLPNFRMRQASSTPQSSDGEYSPLSSATSSPKITPSTSFTVNHKPPSASRSATSFWRQ
TTTSSGTTSLKKKSTTPSKSEGTNRMPAFNFIK*                                              
>Mcir_Mucci2_80924                                                              
MSVAILLTRAPRQFLERYLPELLEEDHIADIDLPIKLDISDIISQDVFTPLLRFWYTASYYNLVSPQSSISDLSVHTPIN
GSPRLTGKDALLQQPAIQSPPPGFQSSDIQQELEQLGIELGTALLPPHCDSIPDFVQLVSDLKRMRDQEIATDVTIRLIS
SSASNDVSHSSSSNPQLTTLPSLLSTSPDNHTHPVDITVAEFKAHRFLLAAQSSYFYSLFCTQFQEASSTMVHLTDDLFN
EAIIEVVLNFFYTDKIIVKPLPTNDSKLSSPLQRRLQHNKHALRVIQKAFYSADYLGHSDTLGGAILHEMERLCHQFKCV
CAECAVLLPSMLAWSDKHVEVVPKLRRTLILLYSDPVHSLAPLWSQRPFAMLITSMVPSAASLGEDTLAAVIKQEPLFRA
RTPKTLIHDIVERTFYNVTKHNAIHVLHSLHLCLSQIRSADPNPSWSRPALDLVNPILHYTVGMVSQFFDFYCVEYPILL
SCVDGIGAGFSVDFLDFLLRHVLNEGIKETNAGVIYQGILRDLVGRQEVVQNMAIDDVLIKGRSRCAAYIARNWTKVKSQ
GGFRTLDKATMRQLAEDINVPYRQLTKPFDTDFSNIFSFKPRKSKKYHQNAQDDKNATLTEVYTRRLSLGHLMTRSSTTQ
ASESSRRVQRPRALSTESVLVSSLRRYHTDQTIPPSDNQPLINMLAYETLERGRQLEEEDNRSEPLTTTMSVEEHEIQTA
TQNNTIANTLSEFTRPLLRTSSSFTSLTDQLLPVDAVLQTHVASSSQTVPASLTTRPSRLKFELPTTPSRSKSPSAPSLP
SSSLYTQPNSNNSNNSSSTNISAAGFLSPPVNQKHNRNRRGSKTRRSRWSIGSNSDVSDDEESTLPPAVGDKIELLRRPL
PTMGTIKYIGPVQFAEGPYIGVELESRLGKSDGSVDGVRYFYTDPQRALFVKPDDFKILSNHHR*               
>Mcir_Mucci2_190266                                                             
MNNSRPNSPRTAAPSRDRTPSSNGVPVVHYSQPVRTTGERLASLVGASLTTVNNSIYVFGGFDQYSDEIYNKLYRLDYDD
ICQWKQVIYTKGEPPAKRNDHSATLWNGDKLVIFGGNSEEDSYFNDIAVLDLTTMTWWHPEVHGFIPEGRIRHSATIYQD
KLYIAGGNKRGGESNVAFAETLLTLDLHTWEWDQPIPFVKRSQHMSFVYNARLYLFGGLREDMSRSNHLAFIDLNRTEDV
TQLDISSPSAPSLSGQRSAQICGDQLVVLVTLPFREALVEVPVTGLWSLDLPSMQWQCREVGTRYEACSWHCFSMTEHDT
SFYLLGTTEDDPDEFYSMVLKVELEELGIVPVPPPQLGTDLIGLLLNQQQLEKQQTDFSIYSSTEPHAPPIHVHRLVLLA
RWPHFVHLMDSGMQESISNKLTMSEPISTLESFVRYLYTDTLDDPHFTTALIADLMVMAHIYSLPRLLALCVRHLFSKMD
IETASKIYHTASLSEQRGLQQASLHFIFQHFGAISHTEGFRQLPRNILFQIWDDMPSNAAIVHQQQELIQQQQQQQQQQQ
QLNGHDDGMIEDEEMDA*                                                              
>Mcir_Mucci2_115574                                                             
MSFLKTGQPIQTTGNNLVGLWRPSFVKVDHRLFVYGGGGNVTNDLHVLNLFDMKWETIQTVKGLAPCKRYGHTATLWGNY
IIVFGGCNEFQEYCNDVHVFDIEKLTWFQPELNGSVPARYLHSASVYDDKLFIYGGFAKNSDRTYVLDELSVLDLKSFTW
SKFHGVPPRYNHSATLVGHKMYIYAGKDEHGNTISDLFVVNLNTPPYTPHLVLSGSTNSQMVLLKSQHFCEAVCGKLLVF
GRYLTHPNNTALMSTSNSNSSNSSNHSSSSANPDSVYGLWMLDLDTLTWERQDCNANFKIGGWNYFTIISESNEQATDQQ
VTSNSLFFLGNTDPFRPQGYDHFRDALVVNGETLGLYDIPPPSISSEFSRLLNNPELSDFVIVPSNGQELHVHQVILITR



WPHFRNIYKSGMMESRQRRMEIPEPYEVVLAFLKYLYNDQLDDNESCDIICQVLVLANMYLLYRLKKICCQRLYHHHLTI
ETCGLIFEKAIAAEEAGLKSLTLDFMFRNLGYILKANVLLQMSPLIRMEFLDAVPEDAVLEVHHRSARHPTCSTSSTFPA
SKSTSYTTTTNTTAYNTTNHHHHLHHLHQQQGVIAVGASGNNDLIPVARNSANNNLNNPSSAATVGV*            
>Rory_2238                                                                      
MVSLTNSGQLKQSITDLTSETKNTKGDVPPALVGASTTVIGDHLYVFGGRVAATRQMTNHLYILHLPTLVWIRHIAPPDS
ASPPSSRYFHSATAYKDRYIVVFGGMSNVSPITRRKQPQNEEKLYATDDISMFDIETMSWKEIHVAPSIFTPQARYAHLA
TIWDDDKFLVMGGQDVSNQHIHEMNVFDLTQSSWIHGEPVQGTFDAYRAVAFGPTMRNISSYYGKMAKPFWKQAKEEQSP
VCVYSNYNFNDITRELQSFWPLQSSSSAGVEFHSHEPTGSFLPPGLRFPTGQLIGQYFLVSGTLLSNAQCGYHVWALNLT
NLTWTHVDAGKVMAQGSWNRGVLSGQKYYVLGHRQRDLKDDYSYRRLNFEHITIIDLEAFGIFELPRATCSLAAQELGLI
LMNESGMSDLTIWTSDKQSIAANSTVLAERWPDFAQLLQEKQDSQDKQLLYFPETYTVTVAFLQFLYTDHLMTAQQHQPH
ILSRLLILADMYSLGRLKQLATFALHQLLTISTASMVYETATLTFQNALQIRALRVMLNTKRMLLQQKEQQLQQQLLTPP
LPHTSSYEDWSPSGVPVSAPMTPHQNNYHVSGDESYPASPPSSSYSFNGLRRLAAQPSLPPTPSDSRFGPYTPPLKSNPM
PKKKMPDYGFPVNVL*                                                                
>Rory_3433                                                                      
MHSNMQMQSVSGIITQVQSTLGDVPPPLVGASVNVIKDKVYVFGGRLASTRKMTNYLYILDLNTLQWIRHIPPPDSDEAP
QARYFHSASDYNDQLIIFGGMGYCQFSPGDLSVMDDVALLDVHTLCWKKVTIQPSLYSPQPRYAHLSTVIEDRLIILGGQ
DLENNYLDEMNILNLKTWEWEAIKALEKHVGAYRSMAVTVPFIVKPEIEKNEEGMRTMVQEKGGCSTLGVYLYTNSNFGD
VQRELQVVGSDFSIEDYTGYMTGSSLPPGIRFPTGYALGDHLILSGIYLVPGVQTYSIWSMDLSKLTWTRIETGSVFQTG
SWNRGVLYEDRNQFLVFGSPSRNLLEDYGHRQHNFDHIALVDLEAFGVYRLPKITCSSLAQEMGLRLLNEPAVCDFYIMT
LDNQTISVNSAVLCQRWPYFAKLIESSEPKGRYLSFPYPQTVVTALLQFIYTDHLLTAQQYQPQILSQLLLLSDMYQLPR
LGELATHALHQMLNMSTAPLIFETAALSHHTSLQIRALKMMIAAKKMIQQQQNHTRPRTLSTPGPSSPSLQLPMTSSISS
DQRSSLLDYHSNTASPTLQSFRARKQSLGNSSLKKSGFMQSEVDMIPESGTVTPNDKPLKEKKKKKTFLEAFGKISSSFQ
*                                                                               
>Rory_6179                                                                      
MPQLLTSNSLDIASTIPYPTFKRLLRFWYTADFDAPLDLSSSSPSGLQTQVVDITIRQEIKQLEAQLGCCLLPEGEDMSD
KEQWIADLKRMIDDKLCTDVVLNIFEANQQQQQRSSEQNQVFPAHRFILASQSTYFHSVFCTEFREASTSSVHLPSDLFS
PDALQVILYYLYTDKLILPRLDSSNAQKKHWGLNEKKYELRILQKVFVAADYLGHANTICKAVLVRMQTICHQFNCVCQE
CAALLPFMLFFADREEKKGLTKLKEVIIRLYSDPLESLAPLWSQRPFAILVQRSSATYIQTIAERTLKYPILLSCVDGIG
QGFSVDFLEFVLTKVLNEGINDTNAAPLYQGIVRDLGGRQEIVKNVAVDGVLNINIPYRQLTKPLENDFSTIFSFKPKKP
QATAKAEPLSLKRLSIQEVEENKPRESRARSLSSTTTTTISILKKHAESDVTEDNTPFQKARRQEETSLTEALLPIDVKQ
ESIAKPPRQSRLRFALPDTPSRPHRPTMQQQQKKRTKSPKSRSRWSLNMSDSSDEEGPASIVPEIGQKVELLRRPLPTLG
TIKYIGSVEFSKGTWVGVELESRVGNNDGSVNGKRYFQTFPQRGVFVKLDDFKIISTPEKK*                  
>Rory_7767                                                                      
MSYMPKMIINNVCVAQQEEANTFWKTMQKYSVDFTDKIPPNVILALAPKLSSDSSLHTMIGDLNPTISKPLSATTIPIVS
KKTQWSCHKDVLRSSSNYFKSIFNSQLHEVEASIVFLPNGIFSASVLDIMLYYMYNKSIFIEDETDIEVLQSLYLASDYL
GLESLCATIEQHITINLAHSFNCYCENCITIVPFLLSFAGSNQQNNPSLSKMAQSIVKLLIQDPEKTLSTFWTSQSMVTL
FTQNPEMELLHEYLENNLLKHVNKSNAIESLYGCFLAEEVLIKKGKEFQTKLLEGTIQKVRESGSSILANKFDFYCTKYP
KLLSCVDEIGLN*                                                                   
>Rory_9000                                                                      
MVWKIAFPNNTPPIPRYFHSANAQNDTHIIFYGGMTVKQRNILNIKTFTWEYPNFNDQTLPPSRYAHISTLVNDRLIVVG
GQDIHNNYLSDINIFDCKKRVWCEPISSQQFQYGVYRSSIVGVIPTQLTPPFAPNVDLLSDPFDESAVMPKDTDIDIHIY
SNYSTSETTRQLHSWKLNSRNECIEASNQEEQVGTSTIAPPPLRFPSAFMCGQQFILAGPYINGPVQQFQIWALDMTSFV
WSKIESGPGLSRGSWLRGMLCETSNTFLVFGHPGRIMQDDYKNRVHCFEYLACVDIEVFGIYRPPQPSFSTIGQSLGLSM
LKDSLLADVKIVTTDNQTISANSAVLAQRWPLVRSLLGPTATLQEQSKMLNTDTRTLSFPDTHIVLIAFLQFIYTDHLVT
AQQHQPQILSRLLFLGDLFKITRLKELAIHALHQMLNMSTAAMIYESASLSNATSLQIRALRVLINAKKIMQRKQKMQQV
AENPMSQSDTTQNTHVHHTRLLSNVQNEPINPYSTSKPLQKQDIHASSVPTVSQTAVARNSNDNTRYLNNGSPFSPPQSV
VSFSQRSLSDRSMTTDSQSSYSGAPLTPVSSRSLKLTTFLGRQPSQLQNVYSDQETSPILTKAPSPKLSHTQQQQYTENL
IKNSNNSKTHFWRHNTVSTKKKTKLETRTFGFSLNK*                                           
>Rory_9099                                                                      
MVSLTKSGQIKQSISDFTAETKSTKGDVPPALVGASTTVIGDHLYVFGGRVASTRQMTNHLYILHLPTLVWVRHIAPPDS
ACPPSPRYFHSATAYKDQFIVVFGGMSNVFPNSRRKQSQTEDTLYAVDDISMFDIETMSWVEFHISPSIFTPQARYAHLA
TIWNDDKLIVMGGQDVTNQHVQEMNIFDLTQSAWIHGSPIQGTFDAYRAVAFAPGTISSYYGKMSSPFWKPSKDEQPPVC
VYANYNFNDLTRDLQSFCPLQSSHHVELHPHAMAGPFLPPGLRFPTGQLIGQYLIVSGTLLNPTQRGYHIWALNLTNLSW
THINTGQVMSEGSWNRGLLSGRKYYVLGHRQRDLKEDYSFRRLNFDHIGIIDLEAFGIFELPKATCSLAAQELGLAMMHE
RSLSDVTIWTADRQSIIANSTILAKRWPNFANLLRQENDEGKRILYFPETYPVALAFLQYLYTDHLLTAQQHQPQVLARL
LILADIHNLERLRELTTFAMHQLLTISTASMVYETAMLTSQTALQIRALRILLNTKRMLLQYKDSQHLPPPPLPSTPLED
WNQAPVLPSYVSPPHSANASYYSFNNDSHLPSPPLSSYSFSGSLRRLAGHSPEPRNIYSSPSKSTPTSSIAKKKLVDHNF
SFNVL*                                                                          
>Rory_10298                                                                     
MFDEPISTIHNSLNKLLSKPKEYLADICFCFPSSEIWAHRAIILARAPKLFVESYLPELLYESHSPLKLDISQIICQELF
QHLLRFWYTASFVSLESTDATIAGDTANQLEKLSAQLGVPLLPLCSDSVPDSVQLIDDLKCMLHENIATDVTIHIIPSSD
DKKKPDTVMILSTCPDNNTQQVNIPTPSFKAHKFILAAQSSYFYSLFCTQFQEASSSVVHLTDDLFNVAIVDTLLTFFYT



DRIIVSSLPKDKTKSRSHHDLQQSKHDLRVMQKTFYAADYLGHSETLGKALLYKMQQLCHGFKCFCSRCAVILPSMLAWS
DKHVELLPELRRTLILLYCDPVQSLAPFWSQRPFAFLISSLVSSSSNLGKNVLQTVLKQEPLIDPQIKFKSVIHEIESLT
FSNVTKHNAIHVLSSLHMCLSRIRSADPTPTWSQPALNLINPILHYTVSMVSQFFDFYCVEYPILLSCVDGIGAGFSVDF
LDFLLTHVLTEGIQETNAGVIYQGIVRDLVGRQEVVKNMAIDDVLLVARARCAAYINQRWTKVKNQGGFMKLEKNTLRQL
AEDIGVPYRAICKPSDTDFSHIFSFKPRKSKKNFNYSRRFSVDPIIEVVRPKSRPRALSAESPFVVESIRETEAKRLSTS
SSLLEQQRPMLRTSASFTSLTDQLLPVEPLAVTPRLEEKPSRLKFELPTRPLRSNSPIKSSSSNAYLTPKKTKRGQNGKL
RKPRWSMGGSDVSDEEDVDNVPLIGDKVELLRRPLPTLGTIKYIGPVQFAEGPYIGVELESRLGKSDGSIDGIRYFYTDP
QRALFVKPDDFKILYHQR*                                                             
>Rory_11005                                                                     
MAAVDASLGQYGEIVICTVSGHVFHGRPENSGYKFKEMPYIQRCIRVCANSSGAFAAIRAEYLLHPTEVGPSTLKYDISQ
SLPHMKISKELQMKLNDLNKQMEEAIVNIPVEDEENQSKHQMLIRQRYEGLTNMAVESAWELIEEKSRKDEALDTVFVIR
NRHVYCHSSILACRSQIFKRIAKMADKSIGSFNVRLTKRQDNRIEVHIDNCELSSLLLMIDYIYTDEYEHPMKVFFCSPA
LSDEADVRKIQKDLVTLAELFHLPHLLASAQSSFNHQPTPSFLSSLDGLVGQHHPNVVLKVKDKEILCHEVILRQRCVFF
KHLLSPQSTWVAQRREQQNEMIKVDLEHMSSEIAETIIQYFYLDKSSSSLFDHIEKGTEEAMLHFLLDLLCEADALLLNR
LKLIVENAIVQFIKLRTASTILEHADVYWANSLKHTCLSFVRANLSAFLSSRMLDHLPVSLILELEEHVRQSQSKEIPLV
PRGNFSSTNVVDTAEIEDDEFSTSLYALSRGDGSSAGAFTELLVTLYPEKSSSAIELEIKKKKEPDELTDKSLAKTKKSV
RIPLHELVESAAQPVTPSYNWVSSTGNILG*                                                 
>Rory_12244                                                                     
MAAGTPTQSIAELITEFNKTTGDVPPTLIGASSVLVNNHVYVFGGRLQSNRQISNRLYILSLNTMTWKLSISQNTPPIPR
YFHSANAQNDTHIIIYGGMTVKQYQNKRTSSADELVTLDDLVLLDLRTLTWEYPDFHNQSLPSPRYAHISTLVNDRLVIM
GGQDINNNYLSDINIFDCKKRIWCKSLSSQQYQYGAYRSATVGVTPIQLTPPFAPNMDSLADPFDDSNTTNKDKDITIHV
YSNHSASDAPRQLHSWKLNTGNECVDILNQTEQIGANNTAPPPIRFPSAFICGQQFILAGPYISGSSHSFQIWALDMTSF
VWTKIEPGPGLTRGSWLRGMLCESMNKFLIFGHPGRTMKDDYKNRVHCFEYVALVDTEVFGIYRPPQPSFSTVGQSLGLS
ILKDPILADLKVVTTDDKHALVNSAVLAQRWPLIRSLLNPLTSPQSKMSEILEHDKRELLFPDTYIVLIAFLQFIYTDHL
VTAQQHQPQILSRLLFIADLFQITRLKELATHALHQMLNMSTAAMIYESASLSNAVSLQIRALRVLINAKKMMQRQQKLG
QTVERPLSPPPVFGQSPLVRSNQIAIGSQSEPLNHYTTSKLLQKQDTTVPSTPTSLASMAQGATRLQNNNSVPFSTSQSA
TTFAHQRSGSDRSITLDYNPSIPGAAPPTPQQNSFLET*                                         
>Rory_12451                                                                     
MPSTMQMQSISGIITQTHNTLGEVPPPLVGASINVINDKVYVFAGRLASSRKMTNHLYVLDLCNLRWTRHIPPPDSDKPP
QARYFHSASVHDSQLIIFGGMGYSRQSTGELCVMDDVSVLDIETMCWKKIKIQPSLYSPQSRYAHLATVVDDRLVVLGGQ
DLESNYLDEMNVLDLKTWEWEMIKALDKHVGAYRSMATAVSLISKVEQEKSKEESVKAIEEKKAMSGLYLYTNSNFSDVN
RELQLILSNLSVEDYSSHMTGSLMPPGLRFPSGHALGNHLILAGTYLCPQSQSYTIWSLDLSKLTWSRIETGSIFQSGSW
NRGVLYKDKNRFLVFGHTERNLLEDYNHRQINFDHMASVDLEAFGVYDLPKTTCSSLAQEMGLRLLNEPAVCDFYIMTLD
NQTIPVNSAVLCQRWPYFAKLIESATSRYLSFPYPQTVVVALLQFIYTDHLLTAQQYQPHILSQLLLLSDMYHLPRLCAL
ATHALHQMLNMTTAPLIFETAALSHQTSLQIRALKMMIAAKKMIQQQQERTRTVSSPMPSSPQPSLTPSLSSEPRSSLFE
YQANSASPTLNSFRSRKYSVGATPAKLGKSSFMQSEPDMSEQQQPKEKKKKKAFLEAFV*                    
>Rory_13321                                                                     
MDSTQPTHLSLTVIYHSLKDPNSPNASQCRVNLASASVKVMDHTLRKWHHYAEGDHKKWSITRLIRCLDYMLTNGIKPSQ
HREAILTLDSFQSCLKWILHRLPEQDKDPVQLHSQVKFLSNLLEATDREPVVKLFRDFEGIEHLLSLACSDNSTSAIRFY
CIRGLTAIQQFTETLLALHAPERLTSLLNRLISSEETEQAVMISRLLDQITIPKNNDYYYADKDDSWRELVYLWITLGDR
YRDCVVHKRDALFKSQASLVYSLTNIIYKSASASSQARMELTEPSIQHKWFNLLVFLSQRWCHQRIFIEPDSSTMLPQEE
RTMLKLLNITLIVVNVLPQRQWYTIIVKNTVNLLTCFFMAFLCQGVLAERDVFLQWLDYQLCIEVDERGSAVDLETLDKH
QRLLVFLLDIYIQYIQLFPNEGRRNLAPSLSGIITWCLKSFLLLLQSHGRLEESPLLPRLKKLVIFYLHNDKAIEVLASS
PKTISQYIWLPTIDLAREGLVMIAGLTEEELSEINVKESTTLYKADRAFVSLELVAKVNARACERLVECNVLDLITFITA
GLQWAPSLLTLYARFVRLMATLAGRSAFIRVRLRDESALFSKIKGLLNTAVLYRQQERDTAGPYSNMEGCYKLIKGCLLV
ITSFQYDEPSMRQWLSSNDGEVSAVSLILPIVFPWMERPHIRIADMQAIYSYLRTDEDLMALASYLLEHASSHPLCVRQV
IEHELALPNLCKVTIDLLPRCSESQCIQDEKPDILMDMNDDNDDLKESEEAKSVPGEPSSSEKPLLMSHYALSIQGTSLR
ILEPRNNIRVPILSNAYTLYFQAVIQRPRLRGDHHKSICIHLYKHRMEDFQKLYRFAQTEDDSALKLHEMTAVAIGYAAI
GASSAAEWNASLGLTGDDDNTNDELSRHAFGALCQMLVYNLEYEHDQENTNRLDTVITPLRRNAAAQVLEILALEFASLW
SAQTVMAKDQGSFVFQPMNCIEEDMVMFVTDDGQKVIGNRALLRSVSPIFSALLSKDYVESEMSLIPLHDVTFHSLQGLI
EIIHRMNAGEVDILDRWGYHFKYLAIFNCIERKSQDGNTISYRDMSNKRVYRNGARKFFMLIKQQHIGSIRTIMLTSISL
ISSVYGHPLSSYTNTPEANTEEPEIDYGSPEFYEKLVLIMGLVLLGGVFAGLTIGLMGMDETNLQVLIQTGSPNERKNAK
KVLQLLERGKHWVLVTLLLSNVIVNETLPIILDGVLGGGWKAVVISTALIVIFGEVIPQSICVRYGLAIGAKTSGMVLCL
MYVMYPIAYPTALLLDYFLGESHGTIYKKAGLKTLVSLHQSVNPSDVDALTEDEVTIIGAVLDLRSKPVSQIMTPIADVF
TLSTDDILDETLINKILTAGYSRIPVHTPGDRVNFVGMLLTKKLITYDPEDAHPVKNFQISTLPETGPDTSCLDILNFFQ
EGKSHMALITSDPGGQSGALGVITLEDVIEELIGEEIIDETDVYVDGK*                               
>Rory_13953                                                                     
MKWETIQNVKGIPPCKRYGHTSTFWNNCIVIFGGCDEFQNYYNDIHLFDIKSSTWIQPQIEKSVPARYMHSASVYNNKLF
IYGGFAKNPECTYVLDDLSVLDLNTFTWAQFHGIPPRYNHSATPIGPKMYIYAGKDQQGNTVTDLFVLHLDTPPYTPRLV
LTGQMVLLKSHHYCEAVCGKLVVFGLYNHDAYGLWVLDLDQLEWQRQDCYGSFDIGGWNYFTVMTDTADRVKTKKFLFLG
NTDPNRPQGYDHFRDAMVIHSETFGLYDIPQPEHTLEFSSLLNNQEFSDFVIIPSNGQALYVHQVILIARWPHFRNMYKS
GMLESEQKRLVVPERYEVMLAFLKYLYSDTLDPEESCAVICDLLVLANMYLMTRLKKLCCLTFYRHHLSLQNCAMIFETA



MMVEEVGLKSLVLDFMFKHYGQLLKSDVVSSMSSFCKTAILGGCTKRSKTRNQPSPSSISSYAIHVNNFLFYLCFPMMYL
FFLWYYCAVITVFYQVIGFFIFIVIFTRTDITVIITPCWWWKVCLKSDSIQ*                            
>Rory_14675                                                                     
MRNFSAGSINTTPPNVILALTPEPDNSDLYSVSNSSSPTTSEESPAASTFNEKIRWSCHKDILKAKSNYFKSIFNSQFQE
AEASIVFLPHGIFSASVLDAVLYYMYTNSLSIEDDEDINNLELLQSLYLAADYLGMESLCTTIEQHITIHLTHGFNCYCE
NCTMIVPLLLSFTGPNQQDDPRLSKMTRAILKLLIQDPERSLPTFWSSRSMVILLTQNPEIDSSLHDYLENGLLGHVNKH
NAIESLYGCFLAEKQINKNRQEFQTDLLEMTLKKVVEAGSSLLADDFIFYCTKYPKLLSCVDGVTYSFDFLNYVISIVID
HQMNETNACSLYKGIMKHLMCRDTVQHTPLVKAMLQSAKNRILQYISTNIVAVKKLNLIDKNIIDLLAHDLSVAPSALTD
QEDLKLGQRVQLLNRPVMTTGTIAFAGKIGMKEDNKKQTEYRLGIQLDRTVGTNDGSINGKRYFTTTSNRGVFVKPSDVI
LL*                                                                             
>Rory_15320                                                                     
MSQSIADLTTEIRPTSGDIPPPLVGASTTVVGNQLFLFGGRLVSSRQLTNHLYILNLDTFVWHHHIAQPNSPPPPRPRYF
HSTDFYKRYLIVFGGMANSSRSSLSALDDMCLFDVKLMVWKHVELRPSLYKPQARYAHLSVRSADKLVIMGGQNMSNQYI
NEINVFCLSSLTWIAGASLQRQYGAYRSVAFCPTDTDTSFMPSAPFWEKNDNSSHEDDTSRICVYSNYNFIDVTRELQSF
SSMPSLDFRDHSGDMSGVSLPPGLRFPSGHLLGHHMILTGIYLTPTVKAFHIWALNLANLVWSRIDAGSMFAQGSWNKSI
LYEERQQLVVFGDRSRDLLHDYNNRQVNYNQVAIVELEAFGIYTFPQEVSAPMAQELGLSLLDEPSMADMEIITEDKVSI
PVNSSIIRLRWPYFATLLKKKDQKTFKRLVFPETHRVTLAFLQFLYTDHLITAQQHHPQVLSRLLLLSDMYCLPRLGDLV
THALHQVLTISTSSLVYEISALTGRIALQVRALRVMINTKKIIQQQQQQQASNPLVTNTPLALSINRPTVPSQPFSPVSQ
RTSTDSERFPTGIQSPTSPTMPRWAAVSKPPSNDSIFTPALKSSRSSAVHQRIPPGVLERTRKASVPPFPLPHLHTGLIS
PTYEGSNKAFRF*                                                                   
>Rory_15730                                                                     
MYIYAGKDEQGNTVSDLFVLNLNTPPYTPHLVLSGSRQVVLLKSQHFCEAVCDKLVVFGRYLADHSKTDNVYGLWMLDLD
SLEWQRQDCHSMFDIGGWNYFTVITDHTPDGVRLNKLLFLGNTDQHRPQGYDHFRDAWVIHSESMGLYDIPQSQFSLEFS
KLLNNPELSDFVIVPSNGQEFYVHQVILITRWPHFRNMYKSGMIESQQRRMEVPESREVVLAFLKYLYNDALDPEESCAV
ICDLLVLANMYLLNRLKKMCCQTLYHHHLTVSNCGLIFEKAITAEETGLKLLVLDFMFKHHGQVLKANILIHMSPFVRQQ
FLDAVPDEAILEVNHRSISTHTISKSTTLSLSTMKKHLFPKNALFNNKKFKNIVPRILLFSIEDD*              
>Rory_17060                                                                     
MSSKESDEQAVDETIFQELCTAAKEGDIEKVESLVNHFNAPINIVDKWQCSPLYWACLCGHYAVVKFLLENGAQCDRNTF
QGNLLLSYKLTKAIDENQPYLLFLSNLLENHNHHDLTFSILLGDKQHEFHVHKFILAARSSFFAKNLLNRWRGQSCVKFQ
KNMIHPISLLSILRYIYTGYVDHDLDKDIVENMIFATKHLELTHLHQLLLNQEDDNALRSHTKQEITILRNDFEQFYNDL
IKISIIAQPNDDHTSWRMLSQWLTDKSEMKQPDALFTDIALRLHNNIIFPCHKAYLCRSEFFNTMLNGPFGEQEAGCVTI
RYPDQDLELPLIEVFDVEADIFGHYVLQFLYTDKCTIPPEDAYDVLIVADMLLIDRLKAIAAIAITNQEEPVVDIYELIQ
TAIELEVERVEQYCIKYFADHLDECIKQPEFLNLIKMSAQSIKRREETDSIPFVDDLRYFLSKKYFIADEDLNESGRVNE
EYQDTWTEMESLYNQKLEILDQILESLGLEA*                                                
>Amac_AMAG_05019                                                                
MADRAPSPSLHHDASSAGPLQPASATAPPSPTLTTFCFPNALSASASNATASAAPPQASLSTASDTGSSSSVRRRHSHEH
HLAASSSSSARPATAASTSNSARSSSHYTPAPLHHATASSSRYPLAHGVHASSTPLQVQDHTLHYMASPDTSSSTADPVL
ISPRPCHAAPLYLLHHAADAAPMPGPDTDDASAAVSSTATDPAASSALNFYGNSPAMPFPSGHSSATTSTYDAMMTPTPH
AAPPPLPFPHSARASRAHSRHASAQAQVVASSPAASSSTMTPLLPALAQGIAYAHQHAASPAMYGIADAIAHMPLPPDSV
DVAESRENVPQSTSASAASLPTTAYAPGTNSATDVTAGASGEASSSSTRSASIAHGGEGNAQLEQQQQLHGTPVYPWALI
PHHPPAISSSRAADDNPYHHHAHPAASSSVHGHQRGATVALATPAPAPVPLNTYTPRSNAAATPPRPGPHLASPYHHADP
VLDGMRTHLSSHPFSPRSIKRKSKARSHAPGSPFPTAYPLGYSPGYPPSTQLRPFSAIRGTVVPEVTDDDELDSDVSGAG
PLAGDETAFRVVGVLPSASGTSNRVAIFLSPVGATAMPATTPATATAPGPASIPSSPGPYAYNSPPVSAAATAASMSPYH
HGALLHAAHFPTTVAAGSQSVHHIPRSTYRGSSSVMASPASVTAASPATGTISSLASPALSSVAPPPAAGRETLKEIDLT
EFNTDRILVRFSTSEPNPNEKLVRGEWKGRARNNELYSSPRMGPRIEVTRPGGITGDKSGFVVFNTLCKAAKMQSLYLAS
ELRDVGLFQGAQLHTLYFKVSDVPDRALENVRIACAWTYDESLTEFVDPADMLVVHGPKTLLQSDLVHGDWLGFPLDAPV
EWNGRTNLVVELSKDETHASFSWPATGGLYFKSTTHIRTVAHKDNNDSSGQYPFTNWTKPARFRRVPMLAVGAACPPAYK
LVAEVPLATFHGALVLAEVALDGARFSKYGACFVHHDPEPIAMSRVLTDLARLLPAPNRGVEGDDESMVNAFHDVTFLVG
AEMVAFHAHQAILASRSPVFKGMFTVPPPAPLGAMDTPMHAGELLDQSATGAALPPTHRHIPVPDLSPAIFASILTFIYT
ASVEIALDDACEVLKAADRYALLDLKRSCEEFLKQNTSIENVTALLLAAEKFKVPSVRSFACDFVLWHFDQVSREPSFAR
DVLPRPDLVRELLLARRRGVAQHVGHLRPALPAGTVGGAVGGPAMAGMMVGGAPTTRAAAAAAGTAGANDPAAAAPGAGN
PHHGVVPAAAPHMAMTVAFPAGLFADLKTLLHAGPLGFPDVQLLVGTPNPAGDTPPVGTLDLRMSQLSLVSSSTTGSSPS
FQVFYAHKVILCTRCEVLEAMFRSQMRESAAPHHVAIPNIRPAVFASLLAFLYVGRCDLTYGNVFELYRAADQYVLHDLK
NACEDFLMQEISIDNVGAVMLDSDDHQVGPVRSFAIDLAVKEFDDVSVTQKFLSDVVPRQDVLLEILQARGSLL*     
>Amac_AMAG_05173                                                                
MRSGCDVATREEFQLSSRVTAFSAASCVAHDILHDYNVNMLSISSVSVTTDGISRTHRFLSPQSANISMNTTHASSPVRS
VIPSGIDFAVVIRPAAIVLEPGTQGTGTRVDVGVVAKIPVHLRGKTLTVQGSLSYVPIVALPRFGSTNNAVPFELRILPS
TDAMPVAVYTTLKDFVSSDVMDLAIAVTWTVSEHTVVTRTSMVPEQLGFLRFLGDEQVSDCAFLAKGSDKPIYASRLMLA
RASVFFRQMFLGPWAESSTTEPIPFDSWHAAGVVLVLIHIYSGWLPGQSLPLNTPAQLVADFACDPAKLEYAKWRNFLEL
AQMLELKPLTLAINRHLVTLLNDQYRELSATPDADPDVNMPPTIGSLVRVGAGTSALAPFGVSASSATTTTAPVASVPIN
SPFAPVAATLTSSGPSGPSASSASTASTLPTTATAAVTGRFAFGGTGTAASATGYAGFAFGPPASSSTTSAAPATASANA
PASAFSSFGTAPALSFATPSTTTGSSASAFGVTGFGAPVTASTAPATTAASAPARFGFGAFGSTSAAPAPVLARPTASSS



PSPALSAGTFSPQPSTGSSSSGRVSSAGSDQ*                                                
>Amac_AMAG_05182                                                                
MRPSELQPTQDQLEKRPHLRFVEVEVMAWFSNALSNKVFDVAGTILYLDSGLAPDRLSYRFSMQLEAPPECPVISSDPPV
PRPSVAATVVVAVDVSDPEQKVMDMELKFELAESEPTTLPHTPVALPSLGVLQYLHDTKASDCAFRIRGTETLLYASRIM
LMRGSQFFRSMFSGNWTETQSKDPISFTSWDAPAVALAFVHIYSGWTPDQPTLPEDVPPNLVDDFGCDPDSFDEDAWRHL
FKLARFLGLKPLARAVNRKLVALLEEQFQELSEVTDVLPAKATELAPARKRRRIETKTDDVARAS*              
>Amac_AMAG_05194                                                                
MEFGLVLFWEGKTVPKVLDGKALAISCAFGYTWSASCIYGGKRTESYPFSMNVDPLHSGVCVISPLLEKTISANSYFSNM
SLAVTINLTAQASLASGVDHSMLLPHSLGFLAFLNDPTLCDCYFLAKDAPGPLYASLMMLARASPFFRTMFSGDWAESAP
KTEDPIKFTSWHAAAVALTFIHIYSGWLPGTPLPKGALKRVRSFSCDPTKLEYPTWRNMFELAQMLELKALTLAINRQLV
ALLEAQFQELGATKATCGVRDEDFESNDGLTGL*                                              
>Amac_AMAG_06692                                                                
MQGPARIGAPFLTTTPLPNPGDGSSAARTEPPGPHPDGLEYIYRWRVENWSQLTPATEYRSPAFYADELPWTIKVYKGRQ
RNPQAFSVYLGCDQPMVAIKKQLRIAFHVEHPAPSAGSAGQAGNAPASAPAEFVKYERPVWFSSRHSTWGEESLLTLPEV
AASYVKDDVLIVGCRFAVLSSVHDPPILPTSPLPDLFQSEMFSDVTVLVHWHAADTPTAFHAHRLVLASQSTYFATLLYS
PHFAEAHQPTVTLTHTDPLAFQRLLAFLYGRADTTRATLDDLEVCLATADRFGADHWKPALMRDARQWIADATVWRVWAL
ALAYGCATTAGQCAAYVAAHFARLARLVMAPETVVHQTTEAGVLGDISVDLMRAVLHADALNTDGEEQVFEFVAAWTKYH
FGDVSTPTGENLVAAAAEADACADTIDDHDLDPPFVDAVTITTGTLVLDSASARCASAASTIAPSMVAAAAAEDAAAAAI
MTSLLPWVRFPTMHRQYLVDQVEETAHMMRWSVMKDLLLHAYKHHLFGGQTNRSGASGADADNVASAQEPRGRRMWETCS
TVPRARVMMSEELAGDGE*                                                             
>Amac_AMAG_08450                                                                
MCPARHQAHRAHQHHGQHHHHHHHHHHHHHHHHHLHHRHDTSEHAAAPIEPDTTLHVTTTALESASIDCHRALLDPARLH
ALVDRDLANDVANADLATHLDLQVNVLHQNLAHLRGVIESFYAGSGQSESDPLQTTLQHLLDAHPWTDCTLVLEDATGQV
MADAAVHKFIVAARVPYFETLLYAGFAEAGRSTIKLPLDVFGSPTVFENVVSFIYLARLKHAPDSALQLFDLFRCANFLG
LDSLEAHTIAEIRLLLHGFQCHCTHCCSTLPSALLFADRMSVTALYDALVDAVSAAPLVFWTSLEFATSPTKIRDDVLLA
YVARAEHDGTTLLQGIQTLDEVLETLLGRARSAAYLSLGTAVARARDVLVKQLPPNVPAILATIDRPPAMDVNARFETLA
RYLVPQLTDRNAVPLALALFTFVETHRNDDPNAAYRPTATDLAATAVDFVVKRWLNLSFAPPRGVYPGSDAWRAFSRPRR
ARAA*                                                                           
>Amac_AMAG_08701                                                                
MPSTPTTIAPATPAAANFDAIQAVGKDLVRALREPIAPDTLLEVTADTQLDPDEVLCHRAMLDAARLDPFLATPLDAQLA
SASTVDPHDGLFHVHVHARTSRGTADLTELYRTLEDLYYGASDPATLANRMQSLLDYGDDADCTLVVEDTTSAPIYLVTA
HRFVLAARSPYFEAIFGPAGLGGLARTTTAHRFRLPLAVFGSPALFDNVLTFIYTGAFRTPPASALQAFELFHCAQFLGM
PALQAAVVVGLRVLLHGFKCSCTSCCATLPSVLLFAEHMGATDLCSELVPAFSRAPAKLWTSLQFLNFPPPIKESIFRTF
LLEAEHNGAALLDGIMNLDAALTAIQGRAGFHELTRVVTHMCDTLVPQLLRNLPYILGTIDRAPVTDMPRRIATLRAHLV
PQFDDGNIVLLAFNLFTLCQSRVSTPKNASESDTDDHEDDEDDDDENDVNAGEIHAAQHHRPGTLGDLADDACIFLASRW
PQIALTPPRGVYATSGAWRAFLEHMAARCHVPVREFLREYGGMGGRSANAAGLIAPRPVSLVGLAQEDLQRLVDKDDDLV
TPAVRKPRVRSMYAEVTASSASIGSNKSTGSGKAVASTAASNTAARRRTVAVATAPAAPSPKRQPAALASAAAPKPNTSK
PVPPVPASKTTTTTTAAATPRKPPASTSAAPTAHDRTLARRSMVATTVAFGRSTPVPASTQPTPQTRTPSRLAPGTPSAR
RAVSTSPNPQEPATSPKPGTLGRSKSLSRAPVRARTDSGISGPRSSSAARAPAAVVATTPPKAAASEKPAVTSSLTRRPS
AKSTTASQPSPVVTRRLPAAVARETSPTSSLTRRGSVRAPTTNGSTPKPAPKPVAPATAKPVSSSSKPASSSSVSKPSSS
SSTAKPTSSSVVAPVFRRVSTSTAKRNPSVVSIASTGSAVSSRTPTAGSRVQLTESPTGSSSSMHSSSSSSLIRPPPGKA
ARDRSPLRIHIGPDSPIAPPAVAVLDEAANPIPADEAVSLDSINDDGGVPRISTSPLPMEPTPPVPPVPPLSSFPYIVEL
ARELGTPPPDGGEYVAKDGGEYVPADGAELVATHGAECVSAHGAECVSAHGAECVSAHGAECVSAHGAECVSPPFATLPP
GSSLLGPSAAPAVLSPPVPPKDGRRFSTLLPPPTSRPASGMASPRPASLLMAPLPQPPPPASRPASAATSASSLGAVIDG
TKDRPTATAAELVPIKPKKKHKSFLARIGLGSLADPARGGSKGGVGVVTATGMARGKKTKE*                  
>Amac_AMAG_09363                                                                
MTAIAPPPFPTFPMFYDWRDTQTLGRYAWHYGADVHLAQTPWSDPVLVDLSAVVQPGHALPPTLAQHPAFSLYATVRPST
IYRSLPTVGDSTIGGLTYLDVVLGAVFPPSAGGELVDIAGLVSYTVPPVGVEAAAAQLHRARLAFRVQLAAPVAQTVHPI
YLVAPVAADTPLPAHGRVHDLVVDVTATHIGSVVPAPDWSLVPARLGLAGFIGDAHVADCTLQARDAPYALHVSRVMLAR
ASPYFRDLFSTSTDRDITLTDWSAPAVALAVIHMYAGWVPPHALPDGSPSAVVRDFACDPAGVKYATWRHLFDLAHWLGL
KQLALAANRQCAAVLDAEFREVEMEEEPQVVGTVAEAEVGKEETEAVRMEQAGTGSSSGGTGMETRASRAGLVTPASPTA
AGEG*                                                                           
>Amac_AMAG_10132                                                                
MPGTPTTVAPATPAAANFDAIQAVGRDLVRALREPIAPDTLLEVTADTQLDPDEVLCHRAMLDAARLDPFLATPLAGQLA
SASTVDPHDGLFHVHVHARTSRGAVDLTEFYRTLEDLYYGASDSAALAARMQSLLDYGDDADCTLVVEDTTGAPIYLVTA
HRFVLAARSPYFEAIFGPAGLGGLARTTTAHRFRLPLAVFGSPALFDNVLTFIYTGAFRTPPASALQAFELFHCSQFLAM
PALQAAVIAGLRILLHGFTCSCASCCATLPSVLLFAEHMGATDLCAELVPAFSRAPAKLWTSLEFLNFPPPIKESIFRTF
LLEAEHNGAALLDGIMNLDAVLVAIQGRAGFHELTMVVAHMCDALVPQLLRNLPYILGTIDRAPVADMPHRIETLRAHLV
PQFHDGNIVLLAFNLFTLCQSRAGTPKNASESDTDGHDDDDDENDENDGPAGEIHAARHHRPGTLGDLADDACTFLASRW
PRIALTPPRGVYATSGAWRAFLEHMATRCHVPVREFLREYGGMGGGSANAAGLIAPRPVSLVGLGQEELQRLVDKDDDLV
TPAVRKPRVRSMYAEVTSSSASIGSNKSTGSGKATAANARAAVHGGNDCCVRSIHARAGNDAADATDTDPLSARARYPFV
APVRVHVPEPTGARHVPETTRDARPVQVAFARTRALTHRLGDFGAAVVVGGPGACGSSECTTKVRNDREAGGDVFAGAPP



IGQEYYREPAVAGRRTPLAGRRCKRDEPHVVPNAARVRGVPAPRVGACANDERVNTQAGTETCCATHVEAGLILQAGVII
ERLQAVDLVKRRQTSSIICRCARFPPCLDVNDQAEPVSRFHCVDKLHVLVTQPTRRISRAAHRVPHRI*           
>Amac_AMAG_11130                                                                
MGRRARTAKLLHTLLKTVGRRRSSSTASAGAASAAEPSSSPRESPLATSSTMSDQQPAPASPATPQTPQQQQTRMWNGRL
ERCKHCSPVYASLLDYRHANRFTDITVLLPKGHPQLQTIADSLGNFEDIVKARDDGRVAVRAHKLVLAIASGTLSHYFEN
VIDEAAEGDVVELDLDKVLPADPQHVAGAVLDWMYARQVHVHAGNVLGMLRAAEDLDVQDLLQLAKTILARFLAVDPALV
LPSAVQFARHDLVDTIVRALLQPPPPSPSQSNRAPRITDPRTWPAVAHLPVPQFTALLDQTVSVLTPSDQFRLARSYVDT
NMPCAHRVCLMHPDLTDLGDRAIMARQAAEAIAAAVKRPDDDAGDEHTEDDHELNAPLARAQLCTCYLATPLTNDQVAAI
FGRVEFRALDADLLTEAFHAPHVPKELVFYALMAKLASLQQPAPAPVSAPAPAPAQAPAPAAAPAPAPAPSASLQPSDAA
AGVTQDQLHDMIASTLSRVKAAEEAAPRPAATNDTAPAAEGGAAPALQQQQAPPQPPQPPQPQPIPSPPATPAPQSAPTP
APTQAPLAAPPTNPAAVEESVSPIAKTLPPPIPVSAPPNAHHAHGAPVPVGLPPQQQQQPVPVPSPQPVPYGAPLPVAHP
HGAPVPVPTVDTPAQAMAIPPRSVAGVRPRGASAAPPSARSSMYSDTSSPAAPMLPQPQGQLRPVSYAGPAPQMQPRAVA
YPARPPPANGGQYGGGPHVAQLMGAVGGDRHSHEGSHASFDSSNGGNKRSSGIGKAFGKIFG*                 
>Amac_AMAG_12850                                                                
MVAIKKQLRIAFHVEQPAPSASSAGSGNAPGRASAEFVKYERPVWFSSRHSTWGEESLLTLPEVAASYVKDDVLIVGCRF
AILSNVHDPPVLPTSPLPDLFQSETFSDVTVLVHWHSHDTPTAFHVHRLVLASQSTYFATLLYSPHFAEAHQPTVTLAHT
DPLAFQRLLAFLYGRADTTRATLDDLEVCLATADRFGTDHWKPALMRDARQWIADATVWRVWALAVAYGSGVTAGQCAAY
VAAHFARLARLVMASETVVVPRTVEVASPPPVVTADDDAMQDLTPAAQSVVPEPVANEAAAVSAPTVVARRRARTLTQDG
GAGGVPHVQHHVAVQHQTEPGVLGDISVDLMRAVLHADALNTDGEEQVFEFVAAWTKYHFGDVPTPAAGENTVLAAAAEA
DNACTDVGRDEHDMDPPFVDAVTITTGALALDSSSARCASAASTIAPSMVTATAAADDAAAAAIMSSLLPWVRFPTMHRQ
YLVDQVEQTAHMMRWGVMKDLLLHAYKHHLFGGQTGRSGATADAQDVSGAVQETRGGRRTWEACSTVPRARVMMSEELAG
DSE*                                                                            
>Amac_AMAG_15184                                                                
MTRRTSKRFILSVRAQVNNSRHDIGQYSRFLPGLLSRRRVHGLTAAQQLSTTTVVKSEDQKLLKYRLNPETRYAKFPCMN
QTIISTAQVTPFGFSFIVFLQRMAASSTSDAAQYDYEDGNVVAERVTVEIGVIVSWDMNGVREHDGKNVHIYGSMSYKRI
VGESGPTRSETKRYSMIVKASPAFPNPSRSATAIHTFTNVLTPLNHQVSAFSLWVNIVHVGPTATSIDRSMTVPPALGFV
VLLNDPTVCDCSFLAKDASVPLYASRTMLTRSSPFFRAMFSGEWAETCTKGEPINVISWDVAAVVLVFVHIYSGWLPGSM
LPKGAEKVVRDFKCDPETIEFASWHNMLELARMLELKALTLGINRHLVTLLDVQFKELAAAEPTCGVH*           
>Amac_AMAG_16062                                                                
MPSVLEGKNVTVSGTLGYAWSMSTGYNNVTPLNNVASSIDNTVSSVSLEFAITLTPTDPPASCIDQTLVVPHSLGFIAFL
NDPALCDCAFLTKDAPAPLYASRMMLARSSPFFRTMFSGDWAESANSKDPIKFTSWHAPAVALTFIHIYSGWLPGTPLPK
GARKRVRSFACDPDTLEYPTWRNMFELAQMLELKALTLAINRQLVASLEAQFQDLKATKATYGVRDEDFESDDEVDGGLD
KTLAAA*                                                                         
>Amac_AMAG_16436                                                                
MPPMDKCKGNDLLKSLNDLAISDCAFSTKNTTTLLYASRAILAAKSSFFRTMFKGTWAESARGATLEPIQFDSWEGAAVA
LVLVHLYSGWLPGEPLPKFTRKLVRDFACDPNALDFATWRNMFDLARMLELKELMLAINRQLVAHLEEEFVEIKNMAEAA
EEERDDDEHENVDENEKTCPDAAE*                                                       
>Amac_AMAG_17052                                                                
MSPARHHAHRTHPHHGPHHHSYHHHDASEHDAVPIDPDTTLLVTTTALESATIDCHRALLDPARLEALVDSDLASDVANA
DPTAHLDLQVNVLHQDLAHLRGVIESFYVGNGRSENDPRLATLQHLLDAHPWADCTLVLDDATGQVMADAAVHKFILAAR
VPYFETLIYAGFAEAGRPTIKLPLDVFGSPTVFDNIVSFIYLARLKHKPDSALQLFDLFRCANFLGLDSLETHTIAEIRL
MLHGFQCHCTHCCSTLPSALLFADRMSVTELYDSLVDAVSAAPLVFWTSLEFATSPTKIRDDVLLAFVASAEHDGTTLLQ
GILTLDEVLETLLGRARSAAYQSLGTAVARARDVLVKQLPPNVPTILSTIDRPPAMDVHARFETLSKYLVPLLNDRNAVP
LALALFTFVETHKDDDPNAAYRQTATDLAATAVEFVVKRWLNLSFAPPRGVYPGSDTWRGFLDHVATQCRVKVTDLPGQQ
VPAVAVTGRRTTARPASMAVPGELVASTRRMAPRVRSVIVDTPAPSPPVAPTPAPRPRSTYGPSRAGTTPAVASRTRASS
SQNATTATSAALPSATRAPTRSGTATRAAPPRAAARSPIRSATTSRASSLAHRPSFATTTSSTSSGTASSATPRSRAPSP
LAGRMSRRPILTASSSSPSTTPASAPSPSPTPATMPRQRTSTVAPRPASLHLGTTARSPRVCTPPGSLPTSPTAPTVSSS
SSSMTPVPSSSSRRPSAFPSSPVGLAAILDALPSSRAGFHVPSASPVLFRTSPILATTELRPTTPLGGAGFSSSGGAGLP
ATPSTPPRARSPLAPLARLSTLVSALGFGAGGSSGSAAAVPEPEQVQRSVVPNEMVAVTADTGAAGGSGGGLLGRFGLGS
FMDWRAGASSSGNEGADAGTAPAAEDMVGLTTPDESDGDDEERTEVPLTRRIVLDAPPTTSLPASAPAPGLGPGPGPGLA
PTRNMPSRLPRPRVRVPQLQATARTNWRP*                                                  
>Bden_Batde5_86125                                                              
MDCVTHSAHITWTITNFHNRTGLLVSPPFGPSDCQWELNLYPQGNGFSRGSHIGLFLKVIKSSLELQSDSSLQKWSRPIL
YFHLAICDGNSGRNAIIKERNAQGSQGFGFGFSHPVSWGWDTMLPVTALDRLLTAEGEMVVAASVSWKQKTDSMMTGHST
LGSDSSVHDCYQLLFNDWLSDLQLVIDYCDPVLQPSDTGSKRSAGTLRSTTDSEKDGSLELPQSSHAESNPTLHTVIPAH
RAILASRSTYFCTMLQSGFAESSQSNDSGDLSVIHITQFTPQEIRAMLEFIYTGNLITPPTDFAQRTRLLHTADYYQLAN
LYVYTSRLIVDLDINLNSIFTVLEIAHKYSSVSVYLKSCCMTYIHEHLKDLKKLQSFKEWIQTTDSRDLIVELFSVL   
>Bden_Batde5_23286                                                              
MSVIEQTTGNNNCVVNASCACVGDKIYSFGGFHFVSDVVYNDLHVLNLADNVWKNINHIRGVWPVKRTDHTMTRWGDDRL
VIFGGSDTNENFLNDVFVLSLSQLTWEKLVCSGDIPTGRTKHSAVIHENKLIISGGCQRKDEDISNQVNILDLNSKTWDA
PRNFIHRHAHNSWVYQDRLYIYGGFDDNMDRVKCLSFMDLLTGSRAIISIDSPNAPCHMEQQHVQCFGKFVVVVGVPVHW
RGADDVSQMQASGVWALDLDALRWQRLSNGHILQPFVWHYHAIDPVKPMIYLLGENPANDEDGFMSNILIINLEYYGISS



KLDSTMSAEFGQLLQQTHLADFRIISSTSPGLPEVPVHRLILMTRWPYFLNLVSSGMSETTTETLSLKDTIDSIRLFVTY
LYTDTLQMATSRTYADVMSMANRYCLPRLQRLCSAKLMIAEPDTDVVWVYLCAMRCEESVLCQRTLEFILEHFGMVSKTK
AFRGLSGSDVDDLWNSLPDSARLIY                                                       
>Bden_Batde5_35225                                                              
MASRVDSIQGLSRQDSIITLQINELETEYNGQSSSNSTFESNDSPTNRLDQMSHLKKLTQALYARGFLDGMFSDITVEAL
GHKFKLHRIVLVSNSYFAGMLSNNFWIEQSQSSISIQFDDPNITVEALTVVFSRIYGQTKMSITAENAKSLLAAGIFFDD
LDICQQSMQFIISTLDESNIIEYLIFCDDFSYGTYSDSVLNTIVTQLCHRGYTEFSQLMEKLPLHWLARIVGSDCFMCPD
EFSRYEFLRDVLCRRSANDTEWSKVQLRSDTACSNHTLVESNALTDLDANVPKGFSDDDSDDILCDASMDSSKSTTKDKG
EACNEHNRDHLYVFANAIRFCHLSFTELKAIKKERHVQNTVLERAIWNQLELEDKIVGSSAEDLEIGSVTLADKEPIPHD
DTDRIDGQFLVNVIKGPMFPYKNSTSPPFRFGIKFSNLQHLATGSKLVSKRAYYAGSYWQVYLQQISKNGLPKLGIYLQR
ISPNSEGWVQDESKDESESSIKPIASAVQSGRYEDKRIQVRTWFQLYCFFPNKCYTLESKPDIFKTNQSWGWRSHKLYRD
AMDSGQKASFECAVVLCHV                                                             
>Bden_Batde5_91182                                                              
MQGNQQRRRSSHKESIKDDLVNERDVFGNTPLMVAVVEIASNCVSSDSLTIPDYESKRASILALAESRKLNINLQDLESG
YTVLHKLRPDANLGIKDKEGCTCLDLLNITMKQPRLFADLDSPSGYLHQINKENQTGPYLHHNGSTATYAVEDTTSHDSD
GVDTFLDDQSFPNSSTLLNPATSVWSWGSNKNFTLGFPNTQDRAIPEQIDLVHSLHTTGNVPVSYATLSEYDSQVEQVVM
SKYHVCIRTKDRLYTHGFGGGGRLGLGHEETTMRPTEVTELTNNIGFVAAGPDHTIAITLNGDVWTWGSNKYAQLGYYSE
ASGDSLPRECHPQMVQLKKTVCVGGAGSKYHSVVYTTSGVIYTWGTNNGQLGYQQPVQVVPRKVTSFPVQMILSVASTNC
STAVLVGSFDVYVFAENKISKVVFPFSKPLKSFTRPQSSNASLLMSGSRPSQPAKHGSGSSHTGSRSVVKIVSGNHQYAA
LMSTGDVYMWSPPESRFQDSWQQVNFPQQRPKLVWSVRKKFMAAHDVDIGVDSSIIIGTISGHVFVGTRRVQAQSTQPLA
SSERSVYVSPAVAAAKMLNESSVPGASSSGIASTLSLASYFSQGGLSSMHPKDSNVFFKYTMIPNLQHIVMVVASSGGAF
AAVRSDCRPSLPPLPDNQLSSDLYRALYPLPLHLEQFQQQLTIDHYKSLETPSSDQSANFPVDAAISHIEAPLFPVFEPP
EIFPNSSFDIEFEFEGCVKLYAHRAILAARSPVFWSALSSINCADSPTEYIAKSPKKSKSPETRHIGYASSLKSLLDTMT
FPEKDVPLVRFRFPHIHSASGKSFLYFVYTGCIYTEFLLSDSVFTSENDFNDQSFGSTDKQNNHRNSNLFNRAQIEFTKL
ARCFELDETEILYANIKAGLNPVSPTLAPITLLPRAKSDRICYTNERFQKSISALYHRHRDRFTDVVIHLADNHRIEAHS
VILSARSTFFNAIVGPGSLWNCHAETDSCAPLLKKQNIDLTHISHAVFLVVIEWIYTNADASTLFESLNHSNPAEFIEFV
TSVMAAADELLLSDSTYLKDCCSDILVHLLDIKTAVSFLKIADRYSSARLKNICLDFICWNLETFLECSRWFRDLDEFMI
FGIESRLRVLQTQKSPCMRGSDGFYAQLRARTIKAQEASNEKKQAVYEIRKQAGLNHNTINESATSVGTTDLPFIYASSN
VDYGLLKENVISSSSFGSRCAIGSQSTINSGFSASSTYGSASCPGSSLKPVCRFSKTQNASITSPLLSAVSPSLSAISPG
ESGTVGDHLDEQVFQLELDTDLPDQQETVSKSRANDKLPLVATSRHRKHGTSSQADPNTSTYSSVKSKKSTFVKLDVFEA
SSDSSKTTGAFPAGSSLPETTPVLKGWSPVMQPVNTGPKMSLREIMDETRKSETGSGSGPSLSIPSPVKLGPSVSFLIPP
SPSSLKPIARSIENAPHSPFNLGEPMEPLKLVKSKPSQKQRKKEAAKLAAQTNIVELLPSSSPAWKTIPICADVLTNSLS
DTRDLDVESINYATSSSLGSVTPWPNTGKSVPTKFSTSASSVVFTPVVKSTRKHSGSIAKTQQGPTTDSCNQPRQQQQKP
LWPVQSFADIQNEQVVEAQTLARTLQKSLLRIQMEEEAVRALTEYYTMTQANGTGEWFHIRRGL                
>Bden_Batde5_36268                                                              
MVGEPNTNTAASQPTETWEKSRHPFAQVFVSGKYADAVLRVRNLVETTYVFDVPVHRVILASGSPYMDNLFSQPPEDQTT
LHGVGKSRQPQICGVWSVAVHSDSAMHVFLQWMYFGTAIHTKESCWGVLALSRHMYVPDLEEHVGKWISDNLLARTLGEP
RPTSEWYEYILGALHARVTQNVVDNLIEAAVIDDQILSPTPFGIPQTFHRYTILRNLVRAAEIKGTPLTSKQVRYMFKTI
DYKKWPRDQLQQAYMDGLLPRDKICTALSTSEPNPSEFTSKVADITPTDLQVPTVSATNLPKPDVEQSHVLDHESDMQTI
KPSTVKLARKSIINFHSDVKDLQKSTLPTEPAPDSIQKTVDNVASIDTVPSLLPGAYPNPTCNHSSKMDSVRADTELPSH
STRAIMNTFDEQKENAEFTGLNLNKSSLSVESASTYNQHTSPSNIEISNQVNTDSLAYSESLIRETPEQCLNDIRLQLDI
MFANEPTISTDSYSSDISNQAVVPINGTLIKSPLVQKSVQRTWGSKILRNITANPLSFSTGFDSHTNASTSPIPLAIHDV
RSLHPLTVLAAEVKALHNTVQNTLVSPHNSITKQKDGGLNATMHLVKTDPFGHGLSKPRDRSKTDPSDFVSNQANHNSAI
GDSKHFLKKPHFTRALGENEHSVAKSDLSASIRQTEQILKKHGLMLEPRRLDIGNGNFKTWKDKESRMGVLSSTDTLVNE
EDTETPTRAREVKAGQHTTGIVSPLNSRQLSSAYPFPLPPSINVGNNSTLRGISARQGRGALPNPPKPTDVQSEQSKRRS
LNPTFLMESATDSLTMPHGLSNKQLDSNALFLPRRSMFGMKHPKQLQNDASSSRSKSVDVRFSLPPPEASSLFMDNSLDD
IQAHESKRQDYQHNGTFKMLKLKHASFVPPGLPVPDSQVMPPKTLKEHMDDEANPSMSSDDSYQLAFPLSKSATMTKQPS
QMDPPHRGLKKQWAKSTTFLKQDIRKKQSLMNMLKNFV                                          
>Spun_SPPG_01422                                                                
MNDPKARKFQANITHEKAVAEGFTSEYYLIFSACDFSGKAVDAEKPIVISDRHNFPDADVRVVVDSTAFHIHTELLKIHS
DYFRALFNWPWMESHRVDGFGRSIREITLKDIADEESFKLFLDCIYVRIVEFNGEIALKLLNTCDPLGLVFKNDIELYFV
NHPDLITWSTIEDLVRAATPLGALQQSCQEFLSKVTAEHWIRCLYLAMTHGMHDLLSDAYQEKWPLLPLLDPFFYRLSVE
VQNKLLIHTVNRLLRCPGCGGTSQGLRGSGVWYCALCGCWFDAPYVLPKRTEELG*                        
>Spun_SPPG_01517                                                                
MGTSNNVAITPLKLTENRRTLELAIRNFSKAEHGKTTFSYGATPFLVCNRKWGCNVYPFGLRPASKDYGQRIDIYLHIWA
QNANETEEQFLSWIRANNIDFQITITEPEPAALHVVRSSQSTWCDMEDAAGWWLISLRSSPRLMELTDDTLIIRISFTTG
EAGLRQKPDVINGKDVITLPIGPVQAAGALPAGLFDDARISDLTVIAGGKPIYVQRSVLASRLPGCELPEDGSPLVIDDI
PYEVVRATIAYAYTGALHVENTAKNHAYLQVLAERFGMEQLRRTSRRMVYSCLTVTDALDVYMALGGLSPSLRELICVYI
IQSFAEIRSSDAFRRLSTHPTRRSTASLLAILRRMEVIAPHRPPIFEPTESAGNLDWRRSMAFRSLLANPAVADVHFVVE
GKILTAQKSVLSSLSDYFLAMFTRGFQESTTERDITVVEIPDFPYSTVRNMLLYLYVREIDPPSSISEIGYLYVIADKYQ
VHDLMSKAKSLLQTHIQPDTVTEFLFSFAYKYEPLRRLVLQYVLADFNAVRKSDGFARVVRHPHLYPEYVTLMDEILEHL
VVKDFEQTEASRWENETEVPEYEQMLGEVDAIANVDELDREANDDEEEIFRDAPAFVGSDAYLDTVQRQEFQGKRHAVDD



DTITRPVEKDDNETGPQSPRRATGVESTGKFDVSNEQVDIESSS*                                   
>Spun_SPPG_01731                                                                
MFAAVRNRDVSTLRSLLLGSDTSSSGHTGGPGSGSFGSLGKHSVLKQRKGTVDPNERDGEGNTVLHIAVASGNVEAVNII
LQCPKLNVNVQDTESGYTALHKALYDGNLSLALHILRQREDCDLTIRDREGNTCLGLLVSTIESATSISEPLPPISDPPA
ERSYDSDEDSPSQEKRTDDRPDAAASLWTWGSNTNYLLGHQNSDDRAFPERVDITATYRKSDRPTVTVQTFSEHDPDVKS
IVLSKYHSAILTSDRLFTNGVGSGGRLGLGDEDTMLRPMVVRGVKGKVASLAVGPEHTVAVTTTGDIWTWGSNRYGQLGY
VSETVGKDTPCELKPREVGGTLKRVRILGAAASRHHTAAFSDAGTIYTWGISVGQLGYQQPLNTIHNYPKKVTDFPQQNI
LQLSATKSATAVLTESYEVFVFAEFKYSRVTFPFQQFPKHVQVHHPRTEKPPYITKIVSGNHQFAALTSAGDVFLWSPPE
KQFAETWQHLTFPQRRPKKVWSVRKKHLAARDVAVGIDSSIIIRTDSGHVFIGIRRKDAKVRNVSETDEAKDVVYFKYHK
IPYLQHVQHVVASASGAYGAIRLDRRPRTVTVSPGTLREDIHKAFSADPDPDKPDFHGVGIGPDVEGVGDVVFVTRDKRT
LHAHRVILACRSPFFKRLFCDGNLLPGTKKTVKDVTVEFKLNTMSNVVEISVPTCHSRTLSLLLDYIYSGGFRKAWDHTI
FMREDTTITPHGSLQPSTIYKEFNQFAKTFQLGDTDVIQLTDSKGRAYHQHIFSILNDSKDTYDQFSDVLLRLSDRDVRA
HRVILTTRCPFFNAMLGSGSRWSFAEEGGLALVQLDHFRFEVMEVVLRYIYGDGSADEVFAGIEKRGISEFVEFTIEVLA
AANELLLERLKEICAVILERAMDIRNMVAMLVVADTYEATKLKDACLNFVCRNMETAVECRMLEDVAEELITDIENRLRD
MQSRKYPFTRGENSIYQRIRAIAVNEEEERKRRRRSAYDERKRVEREMGLVCATSSYEEASAGSKHFPLRESTEGDSGDD
QKDVPRERGFDGEEEDLFEMEMEAPMKEGDKKTGSSSQEACTPTPGAKATSRGKKDKRAWRKLDLNGMTAVSVSPVAATT
TAPPVAPAKVESPSPVKTWGAVIAKDQKASFRDIMDETRATSSTPVSNLSIAMASRKKSFLDIMAEAEAKPPTSPDFSVG
VQKRTMSPSPAKKPPSATSAQRPPAPISTPTKPAPWTSSGSPATPSATHPCTPPPVSHFPITIKVTSPSRTKMSQKERRK
SAAAAKASLPSPPLGPSPSPWANTVPAWGLNSKPNGTGSMGKTLKQIQDEERAGLSGGVELAGRSSSNGSNGSISSNNPA
SHWLGGPGFASAAASAVSSSSATVSSFTSIQAEQLHYQQARHKMLKKPLSRIQAEERAVKDLIEFYAMTKGVGSGEWVVV
TRGEKS*                                                                         
>Spun_SPPG_02542                                                                
MSLSNSAALMPVLPRKTTGAPAHACLVNASCTLVDNKVYVFGGFHMYTDEVYNDILVFNVNDSHWKRLEHVKGNWPVPRN
SHTTTYWKDGKLVIFGGQDVNDEFLNDVYILHLRTLTWEKPEVSGDIPSGRAKHSAVIHNDKLYIAGGCQGKENDVSRDL
HVLDLNTFTWEPHVPFVRRYSHFSCIYRNRLYIYGGMYASLDCATDIAFIDLDDMNVSQVVVKCEDSPPKLGQHFAQLCG
NNLVVVVTQCLKYDENAIATTTGIWTLGLDSLRWRRHENSDMDQRHASWHYYVMNPDDRRFILFGTNDRDPDESNLTLVL
TLDLETYGIVYVPPGAAGRDYSILFEKPEFADFTIMSSEKDMPPILVHRLILSTRWPHFRNICTSGMSEAASATLTLEDP
YHSVRAFLRYLYTDSLEGMSVETVANLLVMGNRYCLDRLQKLCCADLHARMDVESVATVYARACMVQDEGLCQRALFKIM
DDFGRVTKTAGFRELTHEQLIALWDAIPREAFITA*                                            
>Spun_SPPG_07109                                                                
MPTTLPHEQLARQQQYVWRPIVSSPLPCYSAVPIPDTYIIDKLRGFGWRYFGNTQLADCCLWIYSPETTSPIDQDKAAAP
IAIIPAHSLFLKTMSPRLRDLLSTAAKAMSDPYQPYATISTTPLLIHPPSPEAFHAVLQWMYTADVGAIREFFESHENAL
ASVIANAEWLGLSDRELLHVCEGWQGDLKAGRVQVRVQEASDEDGDFEQDEHDDVDGDYEDEEEEEEEESEVEEADYLNI
PHMY*                                                                           
>Spun_SPPG_08118                                                                
MSTSRTDVLSIVMDEVEDAIDVATRDWVKEYHGTLPIPKCSPTTTNPTLSQTLEPLKKLSESLFRKGFLSGLFSDFTVQV
LGMTYNLHRIVLLNNPYFAGMLDGGPWKEHESRQVQIAIDDPNVTVEGITTVLGRMYGNTQLHLTSTSAPSVLAAALFFG
DKELCDMTVNFIVEDLSPDTVLDYLLFSDGYCYGTHSETIVEACLTYLCREGYARKELRPVFERMPVRWLERMVTSDCFW
VPSEEQRWNFIVKIIEERRRTELGKRDDEAIELGKRFEQLASLEGTIETCTKEDAAACAAESEGHVWTTIKDQPSDDEIS
ADDDSDTIYDNILARGIGYIHIPFDSLLRIHSYTELQDIIDLPDLLESSAWTQKELQHMITSATEDTMEFNIDEPVVPRS
DTRHIDGLRLTEVMDEDNLYVHQGMRFCPMRFGVEFSDLRRIASGEKVASRSVFYAGSMWQIYVQTVTVDETPKLGIYLQ
RMPVPVPKFSTYPTYAQLPSTTPYIDPRKTTLTWFQLYCFFGDKCYVLESKPDKFQLTQSWGWRINKLYRDAFDAGRSLR
CCVVLGHTSQK*                                                                    
>Spun_SPPG_08682                                                                
MRRDSRTPVVVKEREPSGQEGFGKGFSHPRSWGWAALFPLNRLAEAATADGTLVVHAEVVWQQRAELVGLLDAQAKIVPS
SGGLLFNWRLADVKFVVLQQQEREDDGDYNEVDEGKEEVEDTYENMKPAVKTEEESSANMDEDDESATESPETPYPEEIV
PSPTDDSRTELEEQAVKLKLTMHRPSSTTSSTASLPTLPSASHPQTVIPAHRAILASRSDYFAAMFSSGLREAGGSDFSQ
PSVVEIRDFSAFAVRAMLEFLYTGRLVSPPTDLTARSELIRLADRYQLPGLHNYVGAIILEKDMNLDVALEVLELADVYS
SASGELKLACLGYVRENIGKLKGRDSFKEWVRSTERRDLLVELFSLM*                                
>Ttra_AMSG_00215                                                                
MAKKYDDLLFGDLDAAAATSATSPGSLTDIANTLESVTANATGAPKAAPAAASETDARATELAADVPVVSEARRKKRRRA
RTLTKAETELKEAQARGTLLAPIDASLLYDIGPASASEAANAQGLSASLFSMAQAGVLCDATLVVSGVDELEAATPETPV
VELTVHRAVLAAVSTAFRSAFDSDAGGADCRLPVAGFDVELFAAMIEFVYLGCVRVFVEARSDGKRPESVLIDLLRIGMR
FRIVQLVAAVATETIKRVCVSNCVELLLAARSMLLGDDEVPGARYLCALANVCLHTIRINLDAFAGKQLLPLCLEDLVAI
LGSSDVSVSSEAVVVDVAFAWMKATKKRFKHKDVVLNLIRYYALTEDELLATRGMLNKAMNASIIDVQLAAVAGGDMAAP
PRRHYVHAKTCMPTHELRGSGAPLFCVSLADSRIFVSGAADGTVSVWSVKGWKRLKVMEGHKGPVRGAVVCGTTLYSVSH
DRSIRGWDVVAWEPTTSLFSAHQAPIWSVAEYDLMLVTGDASGVIKVWQEDDGVDIFNGGVTGTGLSQIATLKDHTGGIV
AMATSDASLYSASDDATVRIWNIMNQTCLKVLSIGSTPLTTIAASPLMVAAAYVDGSVHVWRKNKAGPGTAKDDPAGTGG
AASMRSFDIAASDSGRTVRALLFIDDLETDTPSRYVLTGATDGVIKVWDVCPDSGHQAAPSFSDAEQHVDADVDASRSSA
STTADPNDADSSNGPVDAVLVRILDVHAQSVNGLVGSGSGFFVSASSDGTARVWE*                        
>Ttra_AMSG_00345                                                                
MDKRSKKRKSLALGFSRGRGTVSSSSAAAAAAPVTQNYPYSPFSSSLRTQGLFVEAKQSNSWAQVMVVGSHMPSGRYGHS



SALYAGHMFVFGGFNSEVGTLNDMHAYSLEACKWTPITYASRSVPSPRFYHASLVDGESMYIFGGLHVADSSASAPEFCD
DLWRFSFRTLKWKRIKATGHLPHGRHNATLVAYEWPRGSMELLAPLDLETPDVALATAVAAAAASKSAMRSVSSAVDIPG
MAARVAREVPEPGPGAASFDRATPPSPVVSGAALGESDSPASPRTGSPASAADEPVSRTRSRAASGSSVSSAQGASVSGA
GVSSKFLYLFGGYGQRSALMYRFEVASCEWRIVLTKGPFWLFGGRDGKMIVNDVYCFDLATSTWSKRDVVGDVPTRRFGH
STLVQGGYMYVFGGVDKDGTCSDLFRFSFDVTKTGQHEWARLICRGHTPSGRYYHTAVMTSSQSMLVFGGYSDHAVDKKL
AFLNDAYAIWIDPIVVPPSSLAFDLTAMLLSGAWADVILRAGGRSFPAHRVVLGARSPVFSYLFELAEASSTAAVAKLQA
KLRAVVHQLARGVAEASVDDPMAAYRDAWAPPSARSLLSATSISSSSDALDDAMWEPRPPGLTKAKSSKAGANAAEVTLD
DDGGRGEWVSAESSAELGASAIGFGASSGSSVEFVSGTGTTGTDGGGGGGGWRRPLFDGERAGLGSLGTVPEHASLFDPV
FAAHVHTPAPLLSSSVGADAADEEEEALEAPIMEFLESVETASAAETESGKTEVLFTTMAPNAFAVMLQFMYLDTLQHGL
GLDVMVSLLEFADLCLLPRLKFMCMAELRQRIELANVTRILLAADARSAHALKAACLAFIAGHLDQVRSHASFAELIQNP
DLLFEVTHMVADRVTCSPTRQRFGSASMAGPSE*                                              
>Ttra_AMSG_00480                                                                
MVCVFGGDNSRAAEDYMEAEPDHKPSSRYFHTASYVADARVIIVFGGFAAGANLNDVYAFDVETREWIDASVEDDPIAGR
PDSRSGHAATVVGGNAVVVFGGFSGTTRLADTWRLAVARTEGPGSDVRLVWKKLLDNGGGSGPPPTCNTDVAYDPESDVV
YLFSGHAGVASSATLYALDGASRDAPAWRRVATCGMEVERRTGHTLHWYNGAVYVFGGESSAQLCATLLRCDVAEGRWEV
VDTTPVNSRCFHAADVDSSTGTLLAMGGTMVDGLDQGLVRVHLPPLPHKLSLADDLDTAFAALAPEARNETPFGVPMALS
GGVTPASASGWPARCSLVGTILAEYIAVGASKTLHADDGRVSVIDAARVYSSALDAGLDAFANHVAVTCLLDPPGAWDEL
LASSELGSLGPTALAGLMRAHASRPPVFGQQALRIDRMRQQLEHAAETGDYDLVANDGTRIRVHTFVLCARSPMCAALIG
GAGLLMAEGASDDWQVRLGEAAEPLTATALQALVEFIYTGSVDLVLADATVAASLVQAHAYLGFRSEVLPSAVQASMDGI
GSGLSALVAAIDAAKRAGGPQIVDGLLAQIAAVVTGSADPRSLRPELERLDAEELVSLVYAVADMADGNTDE*       
>Ttra_AMSG_00759                                                                
MAGEAAARSSRRSASVTAAAAAAAAAAAAAAVAAAASSIGPASAEGAAGRGGGGGEGSIFDSGFGSFLDSGLYADVVVHD
AAADVVFRAHKLILCNASDQFAAALTAHPDEAHAFGPRRTGSASSRGMVAMHAAATARRRRRQRTLSRGRRASKGKASES
ESGSSSSSSDSTSASSGEASSASSSSSATPASLGHVRSPKGAMPPLWKRPRALLTPPTRTSSPVAVLDPASAAAVTAAHS
GDLEGIVLDSVVVVRVSAPDPQRLLGQLLSFMYTGKARVTPDNYIALMALADAYGVDELRNVLTTYVRRAIKADNAIDAL
STAISLGCESVASRAIDTIARNFHRLRKADYSSLPLHLAAKLFFHPRLSAKTEFAVYTAVNAYCAAMLADDPPRSLPASA
AFDRPRLGSSSSSTSNPPAASDRVAALFEAVRFTFMTVAQLEEVATNKLVPRELLLEAALARLRRVELGEDPMQVSSAAR
LQPRNAYGKHFEYQYDFDENGILFYIGTGGGAHEFRNPAIPVAGAEFQSVKVTASSIQKGTPLLVLARDGQAPFWTANVP
ASWFCIDFGDERRVRPTYYTLRHGGNYKADSLRNWELQGSVDGVSWEDLKRHRNDTALNGKFASASWPVDGAPRAYRYLR
ILQSGRNSSNHNFLALSGFDVYGDLITTARFNAL*                                             
>Ttra_AMSG_01388                                                                
MADGSMPSIYELNMLALMTAAELADVTLLVDTDPFAEPDADGAALLDEFLAASKSEAEPATRIDGGNGGECDHAGGDNAI
DELEASPTETATATTTADVVEIDAHAALLAAHSPVLRAIIVDERRAGVTTKILVPISGLAEAAVRAALTYMYTGRVTEMD
AGWVVDFIEFGIRYQVPLLVELGELFVAEEVTVETAAVMWTAGLRFGNATVVERMAQFALDPSFSCAFLGHPSFASLPYQ
VVAALAADTALVVDELTVFSALAAWIAANLPGYPATLDTEAATQAAGLLEAVRYPLLSPDALADTVEPSGLVPAWLLAEA
YRFHATGRSPSSSDSGSTLRFTPRAEPPPASPLTASPRM*                                        
>Ttra_AMSG_02031                                                                
MALCSGSLELVEAALVHPARPMPLALAGAWSGDDGSASGGADWPVRVASAGYGPAFLHASGSDSTQWALRGVAALRHAGS
IAQVAASSRMAAAVSDSGQLFVWGRGSRGELGLGKGVTSALTPTRALPAIGAVAKVALGAAHMLVLTEAGSVYAVGSNAQ
GQLGQPSDEVDVLLEPLPVTLPDGLAVADIAAGSAVSVILTTDGQVLAFGANDYGQIADRSAGVVASHVPTALMLGSHSA
AVAVVTSAFHIALLDDGGTLVIFGLNDRRRRLSLSRGAREALFRAETSSAGAADDADDFTLASLPALTFIELAVAPFATA
VITSSGSLAIFVHTGAFALLTAAAKKSKRRRQGASDDSATRHRAVTSSAQLTRNFAVGGSRHRTYVYPWPACFGAPLRSV
GLSATGTVAVVSESGLLFEWSLLSDKQPPLYGVGKLPRLLNSRLDLTSPIRVARIRHASAVAVSDSAVLALHTPLAPVSI
DSAEGEAQGALQADLASMAVDRPEFPDLNLDTADGVLPACSWLVALRAPALASKPRALATVPKATARQLLAFVYGAVLPE
SIEPEAMMALRTMATRLDLHSLRSTLISVYPNGITCNEDSPAIAAASRSEAGATLQRQLAAAWHRSPEGNTRLVLADGET
LSVDASVLAARSVPFRAMLTLPMMEGLRREVDMSFHQPDTVRAFVEYLWTGRVKSLASHKLELGEVLDLYAIAHEYMAQP
LLALCEAAAVWWLDLDNAIAVLNTIAPFVSPLDTAAPLGSYVLVDAALMVLVDSLEALAWSRKAFDALDQVYQARWEQAW
RLTVARPQLSARRDALLKIHEEAEADRKAALAAAAAREAAAAAEAAAAAADARDWDEYVFVSWDESGPERDAELVVSNIH
LELGELEREIAIVRTLDERARSGARISHSDLERTSNLRALRKRRKELRARIPSAPVAVGIQESSTASAWGSPSASSPPAA
STPPALDLRASLRASEAASIAAAVSPPRGWSAASPSSPHIDIRASLAAADTSQASSPVPIRGSRRKPKWGGLAASPPTTS
PSRSLAEIQAEQAAEKAGGGGFATSAWGMVKSSSPLSLAQILEDEEIQREVALVDAAVAAAEAAAAEASTATPSTGASRG
KGKGKGKGKGKGTRTRAWAKSRARARARAWARARK*                                            
>Ttra_AMSG_02890                                                                
MAKHLREFSQQEALTTRLANILEEYPLSVGSTVAEWAQNADDAGASVFGLVVDGRTARNDLPLTPCGGEALPDMIEMARR
PALYVYNSAQFSDADLENIISLGNSMKRESGASIGKYGLGANVMYSFTDTPMFISRSSLVVFDPHGHRLPGGMLGTITDY
MACGLAESDPVLASAFDLELAGVFSASLSAHFDGTLFRLPLRTPEDAAASAISSHALSIDDVTNLLSDFAPQASDMLLFL
KSVSTVFAHVLTDDGLTTLITTEIVGLGPELAAKRALLLDVVAGERQALHASFELRFTESSDILASRPAPRWWVAVGTLD
TLDADAEALAKAVGYVPWAGTALPLHQLPPNWHGRAYTFLPLPITTGFPFHINGAFALSANRRQLWRGDAELSDAAATKG
RWNSFLLNTVLPSIVIRAFVDSQATQLALDPLAHLPVLASTPPPFDDFAHALYTAVTSLGPDAPALFPDPRSPGSFAPLH
TFTLMDPEFAATASSHMFTALIAADVALLALPTHVQDALDALDVPLPTTSPAMLASALRRVVAVDPALLTRDVAVAALNY
VLSGASEESALARLACLDGLAIVPLRGGGLGTLRVTNAPHALAAAALPLDEKRRESKAERAARRRAARKAEKAERKAKAK
AAKRRARGQELEARLECGLEPAPELKGSMPSFMPDTIVLPPHPQFLGLIPDDAACLDMDCRAAAVLAAPAILAVTNIVPL



GLEYLTRFALPRFLDDAFLGMGMNDALVLSGFDAGLRQPFGPRWRSLRRAEPHAAATGREILNLAWSLLASLQLSTDAIR
RACAGLPMVVTGQGVAMTLDAAVAHFVLAPDELDLAGESAALARDFGVLSLAAEWAAEAALAAQLLPAHWYDDGLLALAV
CVPRGACIDVVSDADAAALCLAARDTIANWANADASVLHPQLRPEGLDRLPLFESLDGSSMLASPRADPMRPLPLPRGEG
WAIARKSLAALAGLRIIKTDGSARTVLGLVGAGTADFTTFMRRVLLPRLRKLPRAVIEEHMSVELAAAIFDGLVPVMVLP
WQGDDAVMSMVLGLRGVPLLPSSSGWRTASEVHDPDSELLARIERAAAASTDGSIELVFPSHAFSTPGVLTVLRALGMTD
LTAPECMFAAARAVAELRDAELAREFVASVVQHARQWPVHQLRELGAIAFVPAYDLRGAEMVPTHLLPSLPFNAVTSLET
QACLGFQAQKYRVDDLVSAQVSRRQPSGAHTVRFDDALARAHEQLRMVTGSTSASEIPSAVVTFVAPNEASILAMDASVG
FRKALVLPAELDRAPLRMLSAWGVPHPPPASVVASNLTDCVAMWAENGVRMLASHNRLAARNAEAYVHGTVLLHLAYLAR
YLAAMTDMNWVAALAPVPSDKFGVIRKGSSGKRWLISQLRALPVVFVYSDLEHDLADDVRALPSSYLPVQGLLEELGVHN
LDHEPLILPRVTAEAPNTLLGPIVAAAFNDARLADVVVRSRSGREWFAHRLVLGTSSAYFASAFESGMCANEGGVIALTT
PHWASDSAYDAMMQHMYIGDGWLSALKETLEDVMTVTEVLRLSDVYMLPRLKQVCELWLASGEAVAILNLCTLYALADAT
NAVQLQTAIAYHMRQVLPALIKTDDWGELSDEQQSRIMH*                                        
>Ttra_AMSG_04224                                                                
MSVPGAAVHDPFVWRIVSPAEPQTPVLRYGHTAIEFDGCMYVFGGFNPEVGTLADLWVFHFDSNVWTQLEPGGDLPAPRF
YHSAVRCGRAMYVFGGHSGHGGTYYDDVLKFDFDECEWVPVQVSGLVPAGRRSHTAVVWPPAGQTVGDGGVEPERAMYVF
GGFCGTHHSSQIHRLSLVTFEWSRVETVAETVPPVLQLSPAVSPRAVSAVESPVLRTRPAGQQPTRHRRRPSGADVMGAD
GAPQALKGHTAVVHEGLMYVFGGQTGALSASSILFQYQFATRTWRVLEFDGEPPELRSGHVAVTHYGDMYVFGGKHGERG
VVWRVALRPQANGRFEWRRIECRGIQPRARSFASAVVCNDRIVVFGGYANDSIKKRKHFRNDLLELALEPIVVPPPSLDS
DLRAFLNCPELADVTFRVGASRVAVPAHKLILCARSETFRLMFRNPMRESLESVVELPEVEPTVFAPLLEFMYTDHVQLR
GQFELAAQLIPLAEQYALPRLKALCIDTLRTAISVPNVVFLLMLADLYHSDGLKRLCLDFMVAHLPVVRQQPSFAELKHN
PELLFEVMQRFGVAARTRS*                                                            
>Ttra_AMSG_04895                                                                
MAAAPWLEHHGCALCGAAVARKGAKCADCLANVRFELGGRETYAPLQSENHAGTYAHHPGPSSLSASMPYPRAAVRATPV
PAWAARSAAGPPSSMSAAAAAAAAATDAADRRRVALATPPPLSMQYETHAWHSSPLQSSPPRPASPLLSPPRMPPGLGPD
PPTSPPTSPPTSPPASGPPPPTSPPVPPTSPPAPVLSPLGTNVASGQAPPGQGPSREEMFAAQLAQQVQAAYATRKKTVG
KRSFKSSQVRVVAPDQVMMLVKPPVPNSPLTRLQLYMRQMLMSPQYADVFFSVGSETVHGHRAVLANHSPVFRELFAKYP
EHRAVIPVTDTRPIVFRKALKFLYMEMTEITLELAMELVPLCQWLQLNYLLLICAMRLAQNISVANAAWVYEGATKFGLA
PLRRVALDFIIAEFDSVSLTRKFQDLDREPLVAIISAP*                                         
>Ttra_AMSG_05038                                                                
MASQQVYNIPALKGRIVWVDEPYMSLAEGTGAVVFEAKAKADLNVALATHPAGVLPSQDGRGDGAPEFELVIGGWLNTKT
ALRVDGKVAAAKTLSEDPAAAIAHCGFDHYWLVVSQSFLAYGKGPRLGMAPLLVLPRPQHHPHGHRLFMGFTTWGWPVTI
RSLNVYPHYEPDLVLAAALARLSPSLSPSPDSLDLPLYANAPQNDARAGAVADLADLVVVWPDGAELKVHSLVLAALSPL
LADAIAESDGSGLTFLQRGEPRPASPPALVSHITRLIVADAAALPPQPLVELLSVAYGVLPPDRVSTAAHDVAAVLGIEQ
ARFAQPLASSHSVWRPSLLMWPQVWRTRWSACLADMPHSDVVLVLDSGDVLAAHRLVLAAWSEYFAVMWASGLREAQEAR
VVLPDVGAGEMTALLNYCYFGQFVVDGELAAGDASAPPLPAELAPGVLALADRFGMHKIKALVATALYRCLEVDNVLDAA
YLAEVLGCRELLRGCLVFLAKLLPELLQPESELADDPTELGTDLAFLTPDAMLALVSAARLGALAPHLGPALVALVVAWH
AERTAVARLDPDEREARSRSRSRSRSRSRSRPMSRQVSRPMSRSSSPTRERRRSLAAEPTGRSVSDSDDSGLRIMSMPRS
LSSASLASMVSLALSDLDDELASQVSRASSPTPLPIARRDDSGPETAFAALAAVLDTLAGASPPSDYLAFRKHVLSSLTS
ASGCASPKSRASDSAGASGESVPAQAAEYVADVGEVLASPAGEPDGELLLYSFDGDTNGVVYHYGTAFGTSRTFRSPHLN
GVLRVLSDSPESRYTQRKRLVDRKAVSNNSTTAWWMLDLGPGARLAANYYTVRHTHTGGNYLRSWILEATNDEAALGPAT
ARGDVLWTRLVVHNDDHSITYAGHSQTMRSGSSASG*                                           
>Ttra_AMSG_05420                                                                
MDPHTLRNGRHHQPAHGTPPPRSSAGSDYPYPSSYSARYGVAQAESGSQARLASSYTLAHNPPLPHSASSASAHRAQPQS
PAVASWSALPGYVSPYATRTTPGLHIGGSYRPGEIQGPTAAGAGAGAGAGDSYRVRGTAPGSQQPLHPSPLKETMPKPSP
YASYLARNYGGGQSLTASQIGGEPMRDATADQAPSSPVAKAPQHTPFYTSHAGEWSSAPPAKPQQPRASDAMLRPTRNYG
ESNTAMPLSASALGGPALAVRDSDDSPAPASLDKIQAESRARAATASPGLVASPADVDHTRRERSPSPIRAEPTSPGSPG
VDASSVVDGDGRQSNLPPLFGASFLDADMYGHPEKVIPGVPKPAKKRGMLARLLKPKPKQLLAPDEKILVKAQPDHAEFP
DFTPLHRDMRELLLDPIYADVTFFVQGRPIRAHRAVLAARSAKFREMFAETGATEFELDMSLEAFTALLAFVYIDRTEIS
LLQAMELLTAVNLFELADLKAMCESVLLNNICVENAAWMLQGAVEHECALLHEASLSFIVAHFDAVSQTEAFQELERGPI
VHVIRARASRGK*                                                                   
>Ttra_AMSG_06508                                                                
MESEVDVSVRVFRRGFGQVLRTGEHADAEVVVGRRRYKVHRLILAKGSEFFATSFASSFTEAQTQDNAMALLAMADLLLI
EPLRAKVLLHLAKAIDVDSVLAFLKQAILHAQSSILPLCLRTVSKNFHILADADLSFLPPDLFLDIMEDPWLAVKSEKTV
FDAIGAYISARDAAGVPVPQDAVVALYETIRYPFMPYELLVEAQANPLVPQALLVEGLMARLRRHEGAPRSGPASTAGTD
GTNGGADDADASDAGDAAASGDDGSVSDVLAGLPATADAKCRLRHTRRPPYSITLRYKADFDGGGVIHWIATDRGRGPWT
NPALPQLPGVRPRIQITVSSLEKGEVAAFVALDPVQTWTKDVPASWITWDLGHDYSVVPTHYSLRHGGNYKADSLRNWDL
QGSTDGVTWSVLRRHVNDSSLNGPFDTATWPIDDVSTPYRYFRILQSGHNSSRRNFLLLCGFELYGDLYIRNEAYA*   
>Ttra_AMSG_09592                                                                
MASPGPSVATSSTASTATTAAGAAPVRYNDDGMAVYVANGEETTTAPGGGEEAGERATKRAKLNSGSSSKAVARSSGRTR
RSSKKAESAALQKKRSSGKGKKQVSAKGKRRGKEEVSDDGGGSGSGSEPAPMDVVGGSTRRRRGSGLVAPKLPPPSGSVV
LTSSMRRMVPSINEPPLMPSRKTALKWETSVPLVDRINFDELEVETIAGKTGRHGKRNGPAPEAEFFRCYGMVENAARTH
LFVCDNGNGLVRVLHDGEVSTFAGADKSSGVVELETPRNGETTPQPLAVRFNGPTGLCIDENDTMYLVECYGNRVRSVAA



DGTVKVVAGPTADDKGYKNGRGSVARFNGPRGICLASDGHLYIADCDNHCIRKVEIATGKVSTFAGKGRQSGYRDGAATH
ARFSWPAQVIHAREPGTGESVLYVSDNHNRCVRRISLATARVTTIAGSQSQQVRDGEGTNASFESPWGMLVDAHGDLYVM
EHNVNCIRKVMLSESLKNPKVVTISGSPLNKLVTLDGRGKTVSYKHPICMLDDGRGNMYISEYAGHCIRVMKGVLPVVGV
EPPPPSRLLDDLASLELDEATHDVAFCVSVPHHTEISAHRSVLMARCKYFKAMFSNEFSEAQASQDAARAAVAKRAAAAD
RDAAAGGTSAGGSLPRAVINFPEATASALYSVIHYLYTDVLDVHEDDVLDTMKLGEFLLLERVVALCRVYLTDALSVKTA
IPWLIWHSEYAMSDSVDDGDNRFIFPRARRTAFEFVVLNMIKRDEAATGTFAALQAYPKLLAELLTSAFAEDLEEAANKP
RTVIASFGTTAGALAALISFLQSGELPLDTDTACEVLGLANRFSISSAIDRASRYMIDTLTPATAIERLTWVSQQLQSPK
PRSRKPAYMFPNLRKTCLDFVAKNFTEISVKYFAQVQEFVQGHASLMVEVLDRQRKSATPVKSKSKSSKSNA*       
>Ttra_AMSG_09812                                                                
MVKLGTARARRDEADGAVDVLVSHLAAGLASAAFADMELSSRLGDIGDVLTPLFVPSIAPIRPTATIATTATTASTGTTA
AATNAAVAAVSGDVNQESAAAAARAVMLARAIPVHAVILAMRSPVVAQALKGRRLRMRITGVPPDVLRAVVEYVYTGECE
LENEGYSELQRLGQLAHAAQLLGMDHLLGECLRDLAVAQLTVADAICLHGLIVTLPAKLVDAISFHWKSFMRRHYEDFIR
MAANGEIHTGYEPERADMHVRIRTGDVIALLSALPQDGGTAAEQVVRTACHLYIETNAYAVLMSPHFLRSSVDSLRVVLT
SRTLQVKEKLLFQAVLQWILIDPASREAECTELMTHINLDKVPSRLLLEAKRQGFEFPDKAYKAALVKHHRSRHVRDVAY
RYNPRLTAINMHSTKRPGKDLRALRGGVRSHRNARDVISASSSSSSLEELARFQQTVLNSLKPSEARANRATTAGAGDDG
ESSSAAPLSLSRSNSFDNTSIASSTASQQPSPNHPLLRGAGSSLSRAWRQNSYVSLVKRVRKQNHVRARGTRPSGLGGGG
GGGSGETTVRHTPQPPPGRSLGRSVSARRVRTRAPPS*                                          
>Ttra_AMSG_10025                                                                
MQAIKCVVVGDGAVGKSCMLIAYTTNAFPGEYVPTVFDNYSANVMVDGKPISLGLWDTAGQEDYDRLRPLSYPQTDVFML
CFSVVSRASFQNVSSKWMPEILHHCPNTPIILVGTKADLRAGDVDAERLVSRDEAQALANGIGAVSYAETSALVGTGLKA
AFDTAIMAVINSAGSRRKSRFSLFKSSGSGAGSSSSAVPDYDYEYEYDSDDGVEDHNAGIPAPPALPEVVDLHAPWINIE
TATFGADLHTLYNNSLHADLRFVVPSLGSAPETSFFAHSPIVLAASTLLARLLLPALSANEADEVARIALPRGVSWIARV
DNVLYRVEAPDGSASSSSAALLDLGVDARLTELEYVDEDIDDELLCSICTLPFLEPVAVPGCEHIFCATCLKDWLFQHAN
CPACRGTVAASAVAPASRIIRNLVDKLEAHCPEDGCEHVAARSTLVAHLDAEHGSPEEVSSQSAGEASSSLAAPPNNELG
WSLVVVLDAAEVTADGFGALLEFLYSGATDLGARGSERLGLVRAAAELFGAEHLLTSCNNVAGSLDELNPSITTYKNDLV
GERLKELFLGRPLRADAWLEVGKARVPVHRALLAARCAWLHSLVRELPCGGSVVVEDARLGAADLGACLEFVYTAHCESV
SECTVETVLHGESHVFSIAAAAAHCNLFRLLQFTELYGSKILERATTASVGQSGIDVVALLHASQAQGASQLAAFLLHFL
ASNVVPLAPHITPGALGPDNLAWVRSHQWPPADYLDELDAWEGQVAEAKETGAVPDDWQWRRRERVRMRIANDGTRRPVR
SGKKNCIVM*                                                                      
>Ddis_XP_637561                                                                 
MQAIKLVVVGDGAVGKSCLLIAYTTNAFPGEYVPTVFDNYSANVMIDGKPFNLGLWDTAGQEDYDRLRPLSYPQTDVFLI
CFSIVSRASFENIRAKWYPEILHHAPNIPIVLVGTKNDLRGHHDLKRPEVSAAEANNLVRELGFSGYVETSALLQTNLRE
LFSLAIRTATSPKSASAKKKGGFFSSSSSSSSSSSSKSSEKSVPIPPVMPPAGKAPWIDIITSSYDKEMRETLNSESFSD
VKFTFFEERPVYAHRVILCSASEFFRRVFGYTLSSDQAEFKLDDLNEGKVKNIRSVTIKPNEKNDDGTKSSGEFVEISID
SSINRRVFNRFIEFLYTGVLNYLDKNDQLQETIALAESVGFKYLASACKNVLGGNEDLNPSIGTFLNDQLGETSKELFFT
KKILSDIQFIVEGRSIFAHKALIFSRSNVVNALIGRNFIEREGKVEMSDDVTFDSFMAILEYLYTAHAPIEEGDSVGILV
LGNRFDLRRLVSLCELYISKEIERATTIGIFRSELDIIGLLICAQRHNAPQLEKFCLHFISSNYQPMRRRKEFALLDDKT
KKHIEDNQWPPIHYLRAVEDYEKEMEKLKSSSKGWFKK                                          
>Ddis_XP_640165                                                                 
MSLFYTKDAISDFEKILNGLNTFDSFPPLRILSLATYCRKEEVKDFFSFIDSNGDTCLTFIIQSTVENNVTQQYRSIVDK
FKLLEENIELLNLPNSYGETPLHVSSISNNIEFMKLLVLQGVDGSLKDNRNMTALDIAVMMDHKTIIKELKKLKTSMMTM
EQTSIYQWGQILTSSLTLKSCAKATNMLFNDEISAPIQTEFGQNYNLILTDTGAVYSSGLCSYGKTGHKKKRDVLIPTQI
LELSNKRIKSIACGTHHSLAMDDLGQVYSWGNGASGRLGLGNDFSIVPTPTLISVINRFGSNEIATAIAAGCDNSMILGS
NGDVYSFGSNLHYKLGYKECDGALGFQSTPKKIPSILQMKSIACASWHSVFLDLKGRVYTCGSSTNGRLGRAISSYSSFY
PERVSITNSKTNGTLPQEEVIKQIACGTNFTTVLSESGSLYSWGVNTKSQLGLINLVGISEYYSQPKLVTALNPYTIHSF
AVGDQHVVALSDQGEVFCYGDNSTLQCGFGEVLNFEINLTKVKIETTSSDAPIIGGGGVFKVSAGGSNTMISLSSDHNIF
GEELLKSLNLQMFTDCRLIINDNKEQFIQAHQVVLAARSNKFNKLLELQHNSTLVGVDQQQQQQQQCKIPLTQTTFLKSF
IESIGTFDIDGNENRVLYISFPSISSISILSLLLKYIYSDHTILSQSTNQELGELAHSLEIERLAYLCNFSHGKSLDKLP
TSTLLEDFRILKDPKFSSIYSDIKFKCINNGGGGGDGNMVDEAYLEKNKQQIETVESYKLFAYTGSSYFKTMLSGSFIES
NKKEIELFETSASSLRLLLNYCYSEEIPTDSNDCIDCIIICDVHQISRAKDSCAAKIRSQIDIQYICYIYHISLIYNVKL
LKTWCQANFNSIADIKALPYFNQLPIEIQSELNSIKKKY                                         
>Ddis_XP_643384                                                                 
MDEIINVKDQIICNSNDLKNYWNKAYACGRVPAPRHAHSSVVIGDSLFMYGGYGVKGTHLDDFFRFDLKLNQWFRILKNE
KKKFQSSSSSSSSSSSSSSSSSSSSSSSSLYSSSIDDKKNIITARHSYSMVAYGECIYIFGGIGIGLNESEPNVFNDLYE
YNTCTDEWKLISPPRESTFVPEKRWGHSAVVYNDNMVIFGGMGQSITFYPTILFYNFKSKLWSRVTVKNTIPSQVPRGRQ
YHTCSIINDKLYVLGGYDGAVCPTDMFEFDLITNLWSIVPCNNNNGNHVIVRCGTSAVFDNKIYLFGGRNKVVSNSLHEF
NPSTLTWREIKLVDRPSPRQYSTCFIYSNSFYIFGGQSDYNENDLFYYQLTQNNNNINNNSIFNQLFENRTSFSDIKFLV
ENRIINAHKCILVSRNEGFRALITNGMIESTLDIIKINNCSYNCFLAIIQFLYTGNLIFDDLNILELLLISDQYMINEIR
NECSRYISNLVLNEPISDIYHQIINQSLSEKNLL                                              
>Ddis_XP_642619                                                                 
MSVLSVGQSKNGQLGHDSIKECLEPTVIEGLLGKRIIQTVSGEAHSLAVSRFGDVYSWGRSKEGQLGIGQGYGGSDKVMF
VAKPTLIKSLQHERIIKVACGNFHSLALTDMGKVYEWGQLHRLDESQSSLDIQSTNGLIEMPRLSSQRIIEASVSQYLSG



EKKAYDANGGTKPKDDDEDKEASNSAQSKSKHLGKIIDLNQTIPMQIQDIPEEVVDVSGGWAFSAAVTKSGRLYTWGFNE
KGQLGLGNRWFHSTPQLVKTLIDVNIVSVVCGRQHICAITDQGEVYSWGLGVFGQLGHGNVKSYLHPKKIQQFVELNERI
AQVACGSNFTMVRSVQGLLYAFGHGEYGQLGSTEETQHLDFGGRDNHFKYSIPIVVKSLETKKIKNVACGHLHTIVVTDE
NEVYQWGWGSSGALGLGNKRFQLVPQLITSLSGEEIASITAGEKHTIVVRCSDVTSFAYDYKSLINEKKYADLIFKVQDK
KIYSHSLFIKSRCQKLYSIILFSSRFINQYSNNKQVVVAKEEKEEEKEEEKEFNENGEEIKIIDLGNSVKYQIFIGFLQY
LYTDHLVIAPHLRIELGKYAEKMGIERLSAICKRYTYRLRLTEKIPPSEFSKQLIQAVDELTKADISFKIKESDTSSIYA
HKFILTQRNLYFKTMFECSFKEKDQMEFIVSGKDENDISSKETFKLLLQYIYGNNEEIINDDNAIDILCLADRFMIEDLK
YLCEYHLEQMVLSNNEILLKNVPKTTNNIDGNQQKLKKEDILNFEETLTSFDNICILMQVADGFMVKRLKRICMDTISQI
DFDLFKILNTKNETLKKIRINSPLLIRELDNYARNFGKFQQNSLIELIR                               
>Ddis_XP_641620                                                                 
MLPAKRKEYNYPTECSEAKRTMRVSNNSTQNNIVDDDMSSPISSPNNGTMSYMEIEPTGEQEYIVFCIDLDEEISTVFKQ
SCPRLDHVKKALSLFIRSKLRTDPTTKFALCTLRVSSIWTLDFTNDYLDVKGKLDKLTHGGKFTAFDMTTLFDMIEIKYN
EIVESKKTQLINFPFSSEVKRDWSLRVVFIYSRSNTIPQYLGGENSMESLFKESNFYFEPVYMHHMNNYHPDHTKIVESM
TKSKNKLIYKVSDQSSIRKFYYCFLGLLFVPPSQRPPAPKYQRFPVGLINENIHRLGLWIHQKYHSNTFPYSMNGKIFGG
PMHGAGGQIQNMFQNPAQYLNINQLLQQHPHFAPPAHFFQIQHHHQQILQQAQQQAQQQAQHQQQQLQLQHQHQHQQQQQ
HQQIHAQHQLAQQQAQQAQQIIHHLQQQAQQQAQQAQQAQIHIQQAQQQVQQAQQLVVQAQQNINNNNNNNNNVNNNNNN
NNNNNNLNNNINNNNNNVNNNNNNNNNNNNNNNNNNNINNNANVNNNVNNNNNVNNNTNNNTQVQNTQTNQVAQNIDDVQ
PVAPEAIPPTPIPTPVPATVSIPLNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNTNNNNQPNNNQQNNDNPQPNNTPN
NTNIQPNNTNIQPNNPQVNNQPQNEAPHNNINNNNNNNNNNNINNNNNNNNLNNNLNNNNNNLNNNNNNNNNNNNNNNNN
NNNNNNINNINNNNINNINNNNINNNNNNNNNNNNNNNNNNNNNNNNINNNNNNNNINNNNNINNNNNNNNNNNNNNHNN
NNNNNNNNNLQINNNPQQQHHHNHNNHPHVTYFPQFLHIFPNAVTPHLIYHPAIAENGFDPLTVPFQFAGYPILGTQQTA
YLQHMAGVQQPNLQNPSNLNAMAAKHHSLKSSTSNSSDSQTPYFPSIGLDMKHYLNNEQFSDVIFVIGKCEDSPGEKIFG
HRVILSARSKYFKALFTNGMRESGSRGGEIVVPGVSREVFLALLCYLYTDDLPSNSISTSTDGNSCNPSTWLTELLILAN
QYMLDGLKVKCCELIGETLSYSNLVSLMTLASIHEATELKKACIYYFYTNLPLFLRDCCFEPDPTNDGPEQLGYLIVDYF
TKVAKLGLTEKQPVNQTTTTTTSTNDNENSNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNTNNNNNNNNTNNN
NNNNNNNNNNGNNNENEVNSASDPTLAQKEFDELVSLF                                          
>Ddis_XP_641246                                                                 
MSNSASSSPSSSGYMNNSNSNSNSNSNNNNNANSINLINNSNNINNNNNNNSNITIGFSIPNNNNNNSSSNSNINNINNN
SNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNINNINNNNTNLNNINNSTNVNITGSTLNNSNNGNNSNSNNNN
NNNNNNNSNNNNGGVNNQQTSTSKIIEAARKGNTELINKLLKKDWKKINKRDEKGDGCLHKAAFFGHADSIEAILKYASN
NGLLANNQVNVNMKNHEGYTPLMYAVQNNWKDCLKPLISYGADINEKLPSNPGLPLTYSISNGTGIYNWKIENFSKIKDR
KIQSNTFLVSGFSWKLVAYPRGSKDDDNLSLYLEVANYESLSEGWSHMANFTFTITNQFDQSKKIIREVLAHRFHRNHTD
LGFSQILKKEMLKDKKSGWLLNDCLLVEFKIEVLHNSSYQNDETSIYTWKINNVSAMKERATSPIFKVGNCRWTIALYPK
GKNGGNNLSVYLKVADKSILPPDWFFLVSFKFSLIDQKNGTKFTRQVEGKRFKENVEDWGFPQFMKLSSLYDSNGSGFLK
VVDDSIIIELQMEIVNDFTKKKHRETNSDWGLSPLHLSSYRGFYDTVRLLLMLGANPNITDSRGRTPIDWCAYNGDLPTA
EVLITIGCADINCKDYEGYTPLHKAVMNGHLEVARLLVKHGALVNAKTNSKVTPLELAIRVNRMWCVETLIQWGADLNLA
DKQGRSPLHWAVFLGDPKLLSLLVKYGCSDKNVDKKPCPIISFNNRTKRNSNELLNANNNNNSNNNSNSNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNLEYVSSENNNDYTGNDHIEQNNSQSTTTTPSSSSLPIITTTSSSSSAVLS
SSPSSSLNSNNNNSNKKSITPLKINIVDQDGFTPLHKAIIRGKGSFVKLLLEKGADPTIFTKDNRNALHLSVSANEYYIT
QLILDYCDKTTELFSLDNQHQTPLHKSVVNGNLKMQELLVSRGADVNDGYFNSTPAIHEAVKKNDILCIIYLLQNNAEIH
KSPKLLMNLLSKKIRALKNINSNNNNNNNNTNNNNSSNNSNSNNNSNDNQIPMCSLGRDMSYLVNNPLYKDITFIVEDKP
IYAWRGILCARSDYFRAMFETPLKESLESEIKIESVPHSTFLLVMQYLYTGEIESLSLNNLDIENNNSNYSNNSSDANNF
DTNNNNNNNINNNNSNNNDSTLTNSNGIENDGDNNNININSNNQFSNNDNDNINNNNNNNNNNNNNNNNNNNNNNNNNNI
NIEEYNRNNYNNNNNNNNNIQSNGLGFEDYIQLFIAANRFMITRLKMICETLIIKKYSIDNIYSIFKLTEIYESSFLLDE
AVRFFSENFQIIDEANFILKMPSFRKSLLDIFKRSLMSNNKNACNISAFNFESDIVTSNNSSFIKNSTSNINNHSNFDNN
SDGDNDNNNDNNTNNNNNNSENNNNNINNNDENDNQNHDD                                        
>Ddis_XP_640746                                                                 
MEKTKINSNELKVLINNFGTVPLFKIDENENQDVTLKKLNSSRPVGYHQFCFDSKLNKYKSIDKGDLIENQSEELACNPY
LYSKNIKFVHERDMEMCYICRDRDAPSVCLWSWDFGKKLEISKLILNMLFMAFEENSGIDWYLSTEISNDMVLALRNKNH
EKVMKTIQDEFFKLPLELVSPVYFDKKLNLTELVGGSKRFYLSCIMSNSGPYKTQLFRSKFLTKFTQEDDDYLHLHTPPK
FNYPFNIYFEVSLSSNNSTTTTTSTTTKKENQQENLDINGKQNNNNYYFVEIDENIDTVQDNSTFKTKNWDSGRVGDWLF
DMGFYDLIERFSFQNVNGETLLTRGLSILPNSFLQNSTKRNKYIEAINRLLSLNKMDSILSPQQQQQQQQQQQQQQQQQQ
QQQQQQQQQQLQLQQQPIEQPIASADDQQMLVPTANASPLYSNQYSEKSILFLNYLDETKKKQLNNFKKLPDESSKNQIN
LDDNNESKLILNDLNSSNYKLIIKNNVIHVHKSILSQNSDYFNALFTSSFFENLNSTCTFESDDEKLTIESLELLMEFIY
LQTQEEALNFLKKQDFKQLKVLLHLSDRFLFKQKELIEKFIVWSIKSVNLKIIDQEFNNNNLISLFTKYYLNN       
>Ddis_XP_628970                                                                 
MDIEQKQFFTEISDLFKSNLLIKAIRLINKKLTTITDNNEFKYKLILILGKLCLKGRNVDTIIPMIENELKTNEIKGSIK
FNLMSLLYRCYYLKSSSGSKSVTNNYQYKSKTTTNHPETMQIMNQSDNISDMVLSRNRSVSVQFENETLEQRESKRIKFT
TTNTDDESCDDQKGVNGDEKNSVYNFYDDLNFQYYLFSSDLFVRDRIFKFKTPIKSISCGRYFSSILDSNGMVWNWGLFF
EVCSNGQASPTHPYPMKKPIKKIASGHHHCIALATDGSVYGWGANTFNSIGIVTSNNGNIKTPTPIEFINYNGEINNNNN
SNNYYINDYTRNNNENDSEILKISAGGFNSAFITKNGNLFVCGRNDRFQLGIEETTASPPPLFTIEPDKKYLPSILVASS
SITRDYSYLINNKQFSDLHITFGKDKNTEEIAYCHLILLTILENDELLNQLIQLKLKSINKIVKIDIIEFLNLVIKTKNY



NGKGDDDDDFNKESNKKIILDQLIEENQLFSNSFIDFISFIYTNTTSKRNMKILFQYSKLFNCKQLTNYLNETSFNIIQE
ESDLSIPSKLLKRFNNDDDNLSDCTIISNDGKIKIKAHKSILISRLNYFKNLLLVDQIDNSNDSNDSNEIKLNDKTIPDN
HLILIIAYLYCDRIKFDLLPQEIVTGDFVLSLCSTSDQLKLTRFKDGLLKLISNSITKENAISLLLWSKNNSYSLERFIK
CFISLHVEFINSEHYDPTFLPFPLNQSPANQQTPTHVAKHEKFVDVAVGAKLMLALTVDNKLYQLGIGSDRSRKPIQQIT
LPFPDENTIIKKISCGSSHWIAVTENNKIYGMGCADLNQLVEGSRKFCYNPTLISDSNKYNNAKAGFYASMYWNDLSNFP
LHPNGLNNNNNDNNNNNSLKVDKPITIEVYNSSSSSLWFFKNYDFIDSLLKNKLSGSDDEKQQEQENSNDEFTKSIISTT
SACLPPYLYELISNKENGNDNTIQLFGFSKELIEKSFLKTTKDLNINSGDEILDLLFLTTSFGNYKLTNELFGILKKSID
LKQACILFTLIHKSKYSLQLAFLFNYLLGYIGKNRLKILQDTELFNSIPISLLDLISSK                     
>Ddis_XP_628948                                                                 
MSNKTLPYCCEHGLKDEVIALLAKGEDVNQKDGSNRYPLHYAAIGGYIEIVAMLLERGALVNCSTPRGATPLHYASRGGR
IECIQLLIDNKADVNCRDGAGSTPLHTALQCNETKCAIALIETFGADVNLKTAEGSTALHLASARGLVPVIVALLENGAR
ADVRDSKENSPFQSLPINLTENEKKEKIENSISQDISKLFNINKNREFSGVGKKEDDDNNMKIDKQESEQQSTSDKLYSD
ITFLIENQKVYAHKCILQARCPNFMSSINNKIEQQQSQKPIEIKDYSFKLFLSFIEWIYTGSIEKFESTSKSIDLSFQFS
ILLMGEKFDCKGLVSYCREFIKESIGDSNVGSIWSIIKKLPTSTRSNLGNLVRDCLITMVRSWNIFTMTKTFSTDINKSD
IIEIIKSLAPFITETPISEIKQTRTANANASNSNQSKTPAKRTSTTNTNNNIPQQNITSSNNTPQQNTSSSSSSSTTSST
PSKSSSSTPSKSTSTSSSSSSSSSSSSSSSSNYSDSMNEKNLTFCKGLINGMFKKKTSLAFQRPVDPLAEGIPDYFDVIK
HPMDLGTIKGKLDNNGYSTIKDFAADVRLMFENALTYNADSSPVWKHAKTLLNAFDQKFLQNFPNEKPPTYKPPPPTPTP
IPTQQQQQQSTSSTSTPTSEKKRKHDEHVKVKEDTNSAQPTSSSSNHTNGENASSSSSSSSSKQSNNNNNNNNNNNSNST
TNSSSSSSSTTTTQKKYSDEERRSLMERINELAPDDVQEVLNIIDPNAIKQADESLEIDMYQIDDKNLSQVESFINECFK
KQKQDE                                                                          
>Ddis_XP_001733000                                                              
MEFFSNLYGKYLSKQTNVNNHYSNNNSISSNIDFESMNLGSINRIIGFEFDEDFFKKIDSNGDTALTFFISEIIKFQKSQ
SFNTDLKLFNNSKYRYLLDIQNDFGETPLHVAGFVKANANAGIKDYRNLTPLDMAIMLEYNDIIKILETSETSKQSNVQS
NIYNWGEILTSDFLLKSECKPIKILFNDELCSPISIEYGQNFSLILTDTGAVYSSGLCSYGKTGHKMKRDISIPTQIKSL
ENKRIKSISCGSHHSLALDDLGLVYSWGNGSNGRLGLELHILGEKKIVSTPTLISTIASNTLDPVVVQISAGFDNSFLIT
SNGSVYSFGSAISEKLGYDGTVLGYQALPRKIESIPPMKQVSASNLHTVLLDTCGNVYAFGSPTNGRLGRPSNGPRNDYK
PTMVSFGSGGGDGTVIKKIATGTNFTIVLSDSGELFGWGGNSNGQLGVEPICNVSDSFDSPTLIKCLSNLNCGKITIHDF
AVGDQHVVILSDVGEVFCFGEDRKAQCGIGISYPGYNDISLTQIQSNNFNGRNIFKVYAGANNTMVSLSPDHHIFGEELL
KLLNSNLFTDIKLKVTESDQIINAHKIVLAARCKKFHSLISLQLNNPTKPQSIKYNDYDNNSTTKYITSEIIDGILYITF
PISFKVLNLFLKYLYSDHVNLTQSITDELGELSHCMGVGRLSYLCNFKNNLSLQKLPISTLLEDLKKIQNQEYIDIYSNV
QFNCVSNADPLENGVIKSYKLFSNLGSFYFKKMLGGSYIESEQNEIHLNQTSIHGLRSLLKYCYCEEIPEDINECIELII
LSDIHSMHRAKDITSAKIRSLMDNDSICYIYHISKLYNVKPLSIWCLAKLNLISTTQENLKKLPYFDQLPNELKIEILNS
LKK                                                                             
>Ddis_XP_644898                                                                 
MMAETAEDSDPISEAVGFISNILSSDTELQYKGLKGLMICPTSLVVELFKNPAYFYHIKKHPNHKFNNHNNHNDNNNNNN
NNNNPSPTSSTTSSNGSSPNNGNSPNHGSSSPNNNNNNNNNNNNNNNVSSNTSSSSSSSSPHSSSSPTNCPSTLPHGVDP
CNQCSPNGSPKYSDIDFDKITKKRKSNIKSLIELCLSENRKVQSSALRLLWHLSAQADLKVLLFEEGVLDKLKSLMFSDF
EKYNINNNNNNNSKYPNNNNNNNNNNNNNNNNNNNNNNNNNNSGSTSPTDIANERQINVHRTDVQLASSAILQNITEFRF
EKGEINPNQVKIVNEGIVDLILIPRSKSTDKRVQFLTTLTIANLSMNDENHTALTKSKAFDVVEAFVTSNSLHMDLVCHW
ITLQPHIPLLHSKYHQVQLFALYCLYNLIRNGMNYLKQYKVEVWKGLSVNNGVQSIFILLHSMHPKVVELAKKIADQLQI
EEPSVTVNTTKIGTDLKKLFNNQEYSDVIFTCEGKKLYAHKAICASRCEQLRAMFTWGKESKEQDINLPHTPYCAMYGVL
EYIYCGQATITWENACDLLQWADFFSLAGLKSSCEFYLWHYIDLENAPIILTVADRYRCTQLRNVAANFVLRNWDKIKDF
DVWINQVTVDVKNYISERIYSLITCSCGCICSCVDDAKNNNANSPSQIVDEN                            
>Ddis_XP_645290                                                                 
MFLETKNNNNNNLNNKLIRNKIKKDKMVSQGKNKLIQKYSSDFSYYFNNQELSDIIIQVSENGYLDEDVLTMKPIPINIK
NDKKPTFEEIIELINQRNNCLNNSNKIKNDETNRIDYFYTHKFVLSARSPVFMKMLSCQMMESNSVIITSHFPRSIFYIL
LKFLYSGKVEMNATNVLEVLAIADYYQLEDLKDFCGKYSLQTCIDGELDICRVLYASEQYGLEKIKQLCLDYISQHSMDI
LLSSPNWHLLSEENLIEILEQDNLRVPEVEIFDSLVRWAEKQYSILLDLDPSLGDSINKPDFLKKKLSKPLKSIRFASMF
PYQLSSHIEKTNLVDKEILYEAYRYCAAQIPTSINSSSCELRQGVKEFTFQFNGDTNGVLYYFGTCEDMEDYESPVTRKV
VTVTSSTMSIGYPHPFVGRQSTNMYTDKEENSFFCVDLGVKHVLCPTYYSLRYGGDSQGSIYAAPKNWQLLGSLDGQEWT
LLRDHSNDLSLKDGYGIAGWDVKSIHSYRYLKILQTGPNQRDGNELCLCCFEVYGRLVSLEDDNNNTTCSSLTDGESDDD
EMKNTTSHIDDDDSDNEDVNDNNNGDDSDETNNENDDDMDDN                                      
>Ddis_XP_644257                                                                 
MARTNNENNNNNNEESESGSSTPPNIELDQAPIVNWKIIATANTPTPRFDNTLVYYNKFLYSYGGSENSINGGFQQFVKL
DLSTFQWQTLPAPARTRIVHTSVIHGDCMYVFGGGVYEDVRTSFLGGTTKVFKTINELWKFEFLQNQWTQILSNAIQQTT
VPSQSMINESLNNPEPRDGHCAVVVGDNMYIIGGSQTISTNNSISSVFFTNTKIYNITTNTWRSVISPEFGRLGSAVVYK
HLDGTKCIYFFGGYGLDSNPTNKLYKFDIESEEWVEVIPKKSTSPSTSTSTSTVDDIVIIPESRYGHSANVFQDKMLVYG
GYSKKKGFLRDFYSFDFDKEEWKQILTEGPPRRRRHSTVLIENFDGSNKPKLFLYGGSYQSCLYNDLWEYSFPNPVQIPS
DNLIEDFSTLFKNAKQYFSDICFSLESTELVGDENDNNNNSNNNSKPTIVTKEIYAHKNILSVRSQYFYSLFNSGLKESF
EKVIKINERYEDFKIFIEFLYSGNEDLVLLENCIGILYLSDLYCVPRLKTICEAKATEGIDCETVVQIFKEADSFKLAKL
RKLCLNFIARNHKELVKQGSLNQLSPSVLIEIMDYLSSSSTSTSTSTSTSTTN                           
>Ddis_XP_646157                                                                 



MEVIKNDLEYKVKINNKDIVPLYMLEIDIDNLTAKEIEFKRPISYHEFSYDTKSNQYKSIKNKKKEKEEKEKEEHDEKAI
IIIKNQYLYSSNLKYKYETGWEMCYIGRDNHSRGIAIWSWEFDPRLEITNLFINMLFMTFDPNSIINWYISTKSNEAILK
ESFKRMDSHEVYSIITDQLNFTLLPLNLPTTPIHFDKKLDLTDYLKLNNKNNNNNNVTRFFLACVMENNKNDRTQLFRCK
SSNYFKKFGTSNTNPNQHPDPIYDYPFTIHFNLSQKSTITNQLIGDEEEEGEEEEEEEQDNIYNNNNNNNNNHSEDCRQN
NNNKFNQLNNFYYFNEEDESIELIRKIKLSKIHKWDNERVLQWLFDIQVYSLIRLFKELRIDGIKLLTFQIELLPISFTE
NNIEKLKFIKELSKLLLISGQRNEILLKSIEEEEEQQQQQQRFTKFQHQYNQSKSTILSLKSNLIQNKKLIRKIKIRNKN
KDNNNKEEEIKLLNDENTSNCQLIIQGRIFKAHKEILIKSSEYFKTILTCESFEESTNGVINFECDIDLTSESLRIILEL
IYMQTNDIQLEFLKNLGLNQLKSTLILSDRFLLVDSVCKLSQLIENFIIWKINSENIKLINNLFDFNQKIFFFTNFILQY
NK                                                                              
>Ddis_XP_637721                                                                 
MEQKMDFLNVKPIELELQGLSIATVKNNEQWDLDGFNQYKFVDESEYEDQPSFQKNLSHDLTFLLPTLDQLQDGADSSGH
VDQSHLRGRIYAHKEKVALKSEYFSLLLTNGMKESKQQEISIPNISVDIFFEILMFLYTSELSVNQENLTSMFLVCDQFL
LEDGKQICRDFIKTLDNLILERFLLEDNGLCSELTDLYIEQVCSNSSFFLNIERVSKLGKDVLIKVLNRDDIPMKEIDIF
RSTIEWVSCNTVLLSSSSTSTTTTTTTNNSNSILIEQQDKNLVSKVFHLIRFPSIDYEDMVSVVEPYSHLIPSNLLLESY
RFLSKPKLIPMNENDLLNPRLTPRKKPNQTTLVPGCDVISFQCPDHKKCYSVSWPIHNFSAIKSQKHVSNCFEMYGLTWK
MWAYPAGEAKHSDSFSVYLEAVRVKEKESYEFLRNTTFFFGLVNQKNKTLCRHYPSSPNVLFNYEKSVWGNGLIELKLLY
DKSLGYMDNDCVTIQLHILECIALDG                                                      
>Ddis_XP_636804                                                                 
MLLTMENQQETNNIINNNNNNNNNNNNNNNNNNNNTNNNSNSIKSDGINNIDNIINNMGSINGEHTKSDIIIKHDTGGGG
SGSGGGGGDEESSSNFFTHNLLKDDSAITTNKNDINSSSNTNTLDNSGNSTTNNSDNSNDEPLENCIQEINLSQQPQPQP
QQQQQIQQDNNNTTNNTNNKKDKHSTSMPNCTSPILEAVNNIEDNNENDGSFKIRSTSFQDSLFTCSRIMNKEDDEENNN
NNNNEKELSCKNNNRELIENNEEIIENTNNNSNNNNNENNENKEILIENNSNKINGNFKGINESGESIPIVMITSSSSPD
GIPPPSLASSSSSSQSHPQSPRSVSVPLIRTRVNRQQQSTRQRPPGAFERPLLHAVLLQEEIKNLISYDDVNSRDFDGNS
ILHRVSIIGNSVAIKHIILRGGRVNAVNNLGLTPLHYAACANVPSVEILLYYGSQANAKDNNCETPLHYAADRGQLSIVS
ILLSRGCKASLANKSMGRNPLHLASIKGYSQILRSLLEYKININSVDKSGCTPLHLSVFFSPIINNNNNSSNSIGGGNNG
PSPLYSTQEINSCVDQYLTCCEILLQRGCNIYSQDVDGSTALHLASQHGKKNFIEVILFYANKLKSPSLSSISNGKSISK
SDCLKSELVLYIPDNKGRLPLHVAAISGHTKSLPILVGTNRKAAFIRDEMGMTALCLASLFGHFDCVQVLSREKRPYNFK
FKYFDNDNDNNSNSNNNNNNNSNNEVFDIKTPFDPLGNDFKLMLDGQYCDCVFIVEGREIYAHTVLLRQFKVFREMINLF
KLPYGHSNSYINNNSSSNNNNNNTYSTSSNGASSYCYTSVIQVPPTSSSNVLSIQQQQTTPQPQQHYQQYLSSFPANSLV
SDYYNNENITTSSSFNDDDCSEQSSQIGIGGGVRNIDKSGGGAGGLLTAVKSRSRVGSVMNSHTLTRIPIEKSVSYDMLK
AVLHFTYTSEIPRELLSNPNKFSEFIDLCTIYNIDAISEVNQNRPRYGTLDMASYLYRQVGSSIAADIIFICESGYAINA
HSVVLAARCQYFKNHFEIHHQTPSKSTIPIFPTTTSTTTATTSTSTTTTTAVANTTTTTTTTTTTTTTMNGNSSLQSNGG
NVNGGVGGGGSGGGGGFSLFNVENTPRKLSCASSPGFGSDIGLNYVWTIDVSDVNHKVLTALLEFLYCGSIVYANPYQPP
STAVSNTLGSGVFTPSEVFKFRNSGNDQLDVLDILTLARLANTLSLKVLQQYCGVLLYHIIDCSKVITIIKTIFELNTLQ
MKSQWLSTNTTNNNNCGGIGGIEEIWSVCLAWLSRKQNWLDLTKNEIYCKQFSPKFTKELKKERDDKKKRLEKQEKQRKK
RETSDLKKQQQQQSNQTLNQTNQHQLNHNNYGGSSLNLSYSGNSQQQLLQQQQYQQQQQQQQQQQQQQQQQQQQQQNSPP
INSVKNNMNSMTTNHTFNRSATTPQLNTPPPSSPSSPVINSSSRLTVSNCSNGGASPMFSNSISNSQPMASPYPTNKQQG
DEADDDGDGDDNDDDESKKNIQKQTGEGYEDDDDDDDNIYGNDDDDDEINNNNNNNSKNIVNSNIDDNSSSSNNNNNNNT
HDMDFNSNNVNNDNFTQLNLQKQKKSFWSFTKKSLKANK                                         
>Ddis_XP_635359                                                                 
MSTPFNISNSININYPNNLNSHTIDNNNNNNNNEDLNSLYPPNNHHHYTISTSPSTSSFFPITYTTSNSTNSNTNNNSNS
NNNQNGSSINISISNGGQILSGSSPNNHNNININNNNINNNINNNNNNTSLNGGYFSSRLNNNLDFKSYVGQRIQTIQNN
NLSSSSHLTPTRNNNNENENASNSINGVISSHDNHQGSLLYQSNIFRDGFGTFLKSSYFSDVTIIANERKYFLHKVILAH
SSQFFSDHFDQQEPIEINNNSNDTPSSSSPPINNKNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNILTTSTNNNNSNINT
SNNNNGYFNYLGNNTYELKGGLFLEFFELVVIYMYEGKVNLTPKNALPILWLSNTYSIRGLKKVTTFYLTSSITKENALS
MLNKAINIDSEDLVSKCITVICKHFNQIILPNSFYKLYLNQQQNNNNNNNNSNQLILPNFGSGHSRNNSYNVDENNNNNN
NSNNNDTQHTSNSDESFVHSVDDNNNSNNNDELSTTTTTTTTTTTTTTTSTNTNTSSIPILITPSTDKQINYQILKDSEK
SLDPNTINTIPELLSLPLNIMIRLMKQNNLSVSNESIVYKTVLKYIQYNRSNLLEKDICSLFEVVRFPLFSYQQLEELGD
TSMVPSFLITEALLQRLKIHEGPKEKDLKDPTKDSKDLKESCISNVGSGGGGGGNSGSNSGSSLSVSTTTTTTTTTIITT
SSSSSLNLNNQSINNLNIQDCEEGGNSLTQMRKIPRTAYATSLEYSFDFDTFGVFYYIGTNGGKEEWSNPALRGRVRVAC
SSQEKGSVIDCFNRTSSEFWSMDVPASWISVNLGSSRTMVPTCYTLRHGGNSKADCLRNWTLQGSMDSKNWTVLVRHSND
ASLNGNFSTCSWPIPNCTQAYRHFRILQTGRNSSNHNFLSISGIEFYGDLYETRVSQN                      
>Ddis_XP_629606                                                                 
MSFNLNTIGLNTITTSNTAALNSTINNVNNNNNNNINNINNNNNSNNNLNMLSTTISTPTSNPPTLQPQQAQQRQSGDNG
GITLTGQLLAIQQPQPPQPQPQQTQLQQSANNTPPPSVENITIYILPVGIQTTSLPPFLMKKHTLFKRLFGHISQRFSIE
ESQLIFLFQDRIDPEQCPNDIGLNSGETIVVRKLKNKLRANNLHSIFVNNIGSLFNNPVYSDIAFKLLDGSLLLSHKNIL
SSRCQKFQGMFQNDMKESQLKEIEIVNYEPAVFRKMIEYLYSDSLNEDNIDMVLQLIIIADEYLLDTLKHRCELKLITEI
NSNNVALFLLKSDIYNCKFLKKSSMEFILGNVKKLFQNKEFNKVLSESPSLLLEVIQEMAPLYEDNVNGSRKSYFTINGN
>Ddis_XP_646199                                                                 
MTSNYQYPNPKSYTNNNKNFDQHYVWGWNEGRQLGIGHYQNGMEIVKEPYSLGGSHNFDTKSISIGMAHSLAIDSRGQLY
SCGKTAYGRLGLGDYLSQNQQNIKEFTQIKLNKDDNDDHDNSYSYSYTSSRINNKINNKINNSINNYIKVNKISCGSAHS
AFITENFQLFTFGKNDQGQLGQGLINELHSPKRVIYIQYSFNPNEIDQSKAITEKSTNYHDNVDLVACGLNHTVFSLKDG



CVYSMGSNKFSQLGYQSTINDKVSPIVQPDGIVQPSPPLPLLEHRPRLIESLNLPPQHLEQRFTNIKSISCGSNFTVCIK
QGNLYTWGTNNLGQCGFNPKENDDIITTTSSSSSSTTTNNNNNIIINKPKLLIIYGDKSTLSTDSNNGNGKRVFNFTQVS
CGVDHCLALTNNGQVFGWGDNKYGQIGQLTFSSVIKIDTTTPIRIGESLTNEFITQISSGAYHSMALTKSSIIYAWGLND
KCQIGEIGKNQQEIIQTPCRVRFTNAKENCAPILQISAGGRSSMAIKYSPSKVDIRPSTYFDDILRILENKSFQDFNLNI
TDNEGKIKEMFKLNKLFWNRSLVLQSLKSKELTSTSSTNVAIEKSEFIKTFNDYSIKEIIQDLYIDAPSNQSFITTSISE
YLFSMINQSSFSDVKIKVICRNDQDDKEVTKIFNAHKCLLVNRSEKFKTLLESNYFKESIDGVITIDDSPSFQVYETFLT
YLYTDVLNLNNENVIDLFLLSHRESQNRMKDLIEEYLFNSLDIDNVSNIFELALQLNDNAISIDSKGINNFLIGQCIFFI
AKNLEQVSKTESFINLSDNSKIILSSNSINLNNSKSNKSLNNNNNNNNNTNTNDDNNDNDLNNGNNGKKCIIC       
>Ddis_XP_639138                                                                 
MATINIINNNNNQNNNNQNNNNNINHTEYFNNGFKSLLGEFKKYTDIKIKCGGQIFPTHRIILANSSEFFGRLLLSDFKE
SSQSVIELKQPDPFNVFPMVLEFMYDGIIYLSPENVIPLLAMSDHYLIRDLQHLCLLFLDQNLHRENVLTILKYSIDFHF
EPITERCITIISKNFTFVCENLYKQTKINQNNNNNCINIENNKKHLNTSSASSSLNSSTSSASSSSSSSNNNYYTTTTTT
TTTTTASSSNFNKNLTNCKVTGQQQQQQQQQQQQQQQQQQQQQQQQPIYDFSFLPASIFYQILDHDYLVVNSEYTLYRIV
LNFIEKFFGENFTEITYNTNITDQLKVSDLMSQIRYILMPYDQLTLITKDPLIPKEILFETLLERLKRFEGKTSSPSSSS
TSSSPSNTSNSPTKQTSPSKYQQQQQQQQQQQQQQQQQQPQTIHQMIQQSQLTIHQIVQQNIQQQQQQQQQQQQQQQQQQ
QQQQQQQQQQQQQQQQQQQQPQQQPQQQPQQPQPQIIQQQPQQPQIIQQQPQQLQQLQQPQQPQTIQQMVQQQQNIQQQQ
QQQQQQQNIQQQQTQNMQQQLQQQLLQQIQQQQQQQQQPQIIKQFTPSSSPLSSSFISLNASQSKLSINNATNTTNNNNN
NSNNVTNTNNNNIINNNNNNNNKQTQSNNNDNKILKRYQPRPPQSILFEYSFDFDFKGIIFWISTDGGNEKWSNPHSTSK
IKITSSSIDKGNLYDIVELTPNAFWTKDVPASWVMIDLGPNRTVVPMYYTIRHGLSYKSDSLRTWDFQGSTNGEQWTVLK
RHTNDPSLNYKYATHSWPVTGCETAFRYFRILQTGKNSNNRNFLVIGGLEIYGELCETNPNPN                 
>Ddis_XP_629612                                                                 
MEIEPVVRISFNGNNNQNNNNNNNNNTNNNSNNNNNNNNSSNINSTNKPSVKKPINQKMISNINNQKSPNPLNSSVDDNN
NTNNNNNSNSNGTDEDIIKLARDLTNTFGILLGDSDQPSQFSDVIFKVGDRKFFASKIMLVARSEYFKAMFTGSMKESSI
KEITLEGVDPDVFFTVLKYICIGILDLDYDHRMVSSIYQYCDLLGLQRGKELSLATMGKIAQMYLEKPDVESALFLWDSL
NQSAIPVESVHPHLRAFVLQYASISLHCDAFYSISLTTLVQMLRNDGLRMEELDILDCVIDWCRENSQASIQQQQQQQQQ
QLQSANGASGKSHGKRSSSSHLKKHDGDGGSDGSCSSRCSSRRNSLSLKDHHRQHIGNGGGGGGHYNNNDCHSDTEETYS
DIDDEEHRNGGGGVGDDFENDSEDGDDDDEDDDEDDDFTDDDDKDDSANDDYEYSTNKDDLDIIEDWDTTIDKNLLDEVL
PLIRWENMNIGEAFERLDNLKIIPDKEISNLLRHILKSNRGESFSFLGYHYRRPRNNRKRPYPIEFLLGITQPFDSNVTN
EIIPLNSFSSEFGQSTNQFLYRIKKDIKLPANLERFSFKDREFFVQLKEREKGQLAVYLAFGSKLTKPLAISVLASVIGF
RFQDSIEFSFKKMFDEGFDSAWGWPKFISLDTLYKQDKYSHYSDSFCLLIELTSQWG                       
>Ppal_EFA86792_1                                                                
MSFLDGGNGLLDDSITIGSDKLNECWESVMVYGRIPVPRHAHSCTLIGDTIWIFGGYGLGGVHLGDLNRFDILTGQWHRI
KTSAKINARHSHTAVEYGGCLWVFGGIGKGSDDNVYNDLWMFSPATDQWTQITHRGVESSAGSRQPDLAGSAWTPVPRNG
GDRQQADHSRWLRRTGLSERHVRAESRHDGLAWNHGGQRQTRHSSWRLGGQSDYNENDIYRYQLDRKKNNQPSSSSSLSS
TKQLSLNFETLVDNPIFSDIKFLVEDKIINAHKCILYSRNQHFKAMITSGMKESTEDIITISDVSYEAFKAIIHYIYTGQ
LHFHQVDILELLSLSDRYLIDDVKHQCTKYLINHINSNQTNLASLKSIAETFNLSDLLKKILIIEDNKIKE         
>Ppal_EFA85705_1                                                                
MESINEYLVVGDNIDENNNNNNESTTQQQQDGNVHFNLTSNISDLDINVNNQTNSPSSTSNVSFVTDSNQSITSTSTVPT
TTTSTTSTTTTPPTTTTSESVVVESTEDKIKPIKWNIVPTSNNPTPRFDNTLVQYQGYLYLFGGSEVGSEMKSAFSHFQR
LYLDTMAWQSLPCTTVTSRVLHTAIVHENAMYIYGGGIYEDEKSSYFWSSNTKKLFKTIGSLLKFDFLTNEWTTLGEHQP
RDGHSSVVVGDNIYVMGGSQTVYQKGSIFSVFFNTTEVYNITTNKWRQINSPQFGRLGAAASYGLSEDKKFIYYFGGYDQ
SGRSNNDLWRLNLETETWRLSEQFAEFQSMLRYIYSGDETIVTLDNCIPLLHLSDLYMIDRLKTICEAKAIEGIEFDTVV
ALYKQADFYKLSSLRQTCVTYIAKNHKDVLATGTLNDVDSSFLLEIMYCLDPSLNQKSNDNQESSKIVK           
>Ppal_EFA84542_1                                                                
MLPSKRKDTYSFTECSSKRRISNRDITMEDDDMSSPIPSPTSSNHSFMEIEQSIINEQEYIVFCIDLDEEINSTFKQTVP
RLDHIKKALSLFVRSKLRLDPNTKFAICILRVSAIWFMDFTSEFNEIKSKLNSLKHGGKFNAFDMTTLFDTLENTYRQIV
ESKQSVRLLQTSQSSGPSTPVPMSWNLRVIFIYSRSSIIPQYLGGTNSLDSLKKNPNFSFESIYMYHIYHTDHGKIVESI
GQATKNISKISDQSSIRKFYYCFLGILFVPPSQRPLTPKYQRFPVGLINENLDRLGPCGKNIITGKANQPPAFLSHHLIQ
LPHIPGHQLHTPLIFQIQTHHHHHQNQQQAQPQQPNQQAPPQPPQNQVPALVVPILPQQQAAPPPQPPQNQQVLNNINQQ
PLNNIQPNPPQQQQNQTQVEQPAQQPQQPVVEPPAQQIELAAEQENNENIEILHAENENTNEQQQQQNNNNLNNNNNNNP
DNNNLQQPAAQQPAAQPPQQPDPVATIQQQQQQQNPPIQIALPQPVPPHNNIFPLVYYPFFIQNPNANPAQPENLIIDPL
QMYNPYSFVVQGQNPGVINPQIQQQLQQQAQQQAQQQAQQFIASKTANKPNQNLRSSSDGEDSAALPSLGSMLKPYINSP
QFSDVVFVVGKSEDSDGELIYGHKVILSARSKYFKALFTNGMRESGTKGEIVVPDVSKDVFLALLCYLYTDDLTPMDGSP
SMSTTGSSSSSKSSKPPTSTTTTNSNNNSVGTPPSSSTPPAHGFSSTLLTELLILANQYMLDGLKIKCCELIGETLSVNN
LVSLMNLASIHEATELKNSCILYFYSNLPIILRDCLFENDSNNEGSEALGFLIVDYFSKVSKLSSTDGKSDDSNNNPELS
AKNFEELAMKDVEFTDSPTFTVGTISGQDAPVSSDGGSDGRHHHLHHAGSSSSSDGNSGTGITGTGSSGSGFVY      
>Ppal_EFA83284_1                                                                
MSVISFGVGKQGQLGLDVNKDQLDPAVIQLLKGKRIKQIACGEAHSLAVTEFGDVYSWGRGKEGELGHPQKAMTAPPALI
KALEHERIVKVACGNYHSLALTDTGKVYQWGQLHEIDATKSGVKSQGGLVEMTGIKSFASKVADHSLSMYLNGEKAAYDE
ESASSSVLQDNPTANGLVTDDQEEEEEFLPEAIVDTQQEQQPEKSGSKVGEIVDKNQMTPVLVDFGSKSIKIVDISAGWA
YSAAVTSTGNVYTWGFNEKGQLGLGDRWYHGNPRVIRSLSNKSIVNIACGRQHMAAISKSGDLYTWGLGVFGQLGHGKLK
SLLHPKKVLYFEQQQKKIVQVATGANFTMAVSENGELFSFGHGEYGQLGATEDTQYMDWNNNGDRDDHLKYSLPKQVKAL



ESVKVRKVACGHLHTIAVTTDNDVYTWGWGSSGCLGFGDRKFQLVPQRVPSLSGEEISSVSGGEKHTLIVRSSDTTTFAF
DYKQLVNDQKTGDIAFLVQNKYVYAHKLFIRSRCPKLYGSILFSDRFCKNKLEYIDEDGHMEQEGAVKKAVVEIAKVKYQ
IWVSFMTYLYTDHLVIAPHLRKELSDVAAAWGVSRLVSLCHRYNYKLRLTDKIPPSSFSTDITEHIDSFDFSDIHFEVAN
KEFIPSHKLILGARNHYFKTMFECGFREKDQLNFNIGNDIEKESFKLMIEYIYGNNEAVVNQENAVELLCLSDRFMVEDL
KLVAESFLESMVRESIQPILTTIKPSSPIQKDQGNSSEQTSPDSAKENISEDAIISFENICLLLQVSDKFLAKRLKRFCM
ETIAHLISTKQMTFFFDILKKVRYESPQLIRELDHFASLNTTLSANQLISLIR                           
>Ppal_EFA82827_1                                                                
MNGTINHIDSSFITSMRNESPVLSFIENVDRILNLTKSQYPQLQHTGMFSLSELTFQRFKYMVTVFAKFRSFTPILSLLA
SKEKKTRDIVISLLWNFSAEESLKIKMFDEGIFDYIFDNMDKLGEDQTLAISAIIQNLSEYRFERGHFQPILDFINEYHE
DYQFPATFNWVTLQPHVPLLESKDVEVQSFVLYCINSFSSGSRYDRSLWKGLMENKGVLSLMNLTKSNNQFVSSLAMKIS
KSLGLGESSILVEDPEVEMKENIQNLYIQSLFTDFTIQCGSESFKIHKSICLARCPKLKDILKEQDKNIKIANDSEGMAS
EYLEVQDYALFEILREIFRFLYGFNPVMNDNTAKVIIRYASRLELEELKQYCEYYLWHYIDCDNAGEYLDIAIESGAQQL
KKVASEFIIRNIGFIYNGNFAYYVPTNSPPTTSLNINNNNNNNSNNNNNNNNNNDINNGMNLENCKIESDEEGEDEPTSS
NINNNNNNSNNIKKQTKWRGHWNDTTKVHVYENYRKFLEKQKKEIFQLNLEYQ                           
>Ppal_EFA82299_1                                                                
MIILTPLISPIVVDRLPAMMQRSLLLLKTRSYPHLYNKHHTKMIYLKGVNPHMNCCDEQLIKCPTENTQPTQSSKYEDDR
FYYAQPSFEKNFSHDIVFFLSPPSPTSTDNIIILNNNNNYNQNNIRYNINDNGDSFININDYITLNESFEKEVRIYSHKT
MILNGSDYFKKLLNEVSVDTTEIEIAIPNVSVNVFFQVLMFLYTSTLTIEIDTLNEIFLVCDEFQLENAKEICIDFVRSI
ENKVLENFLFDQKKTICPELYSYIVDQAVENSTYFLQVNRVHKLSKDVLFLILKSDGVYLKEIEIFNSVLVWIRANIEGV
KIERIVDSDIYGTSENNNNNYNNNNKIVRTQLEEIFQFIRFPLMSYEDLISGVEPYHIIPDRLLLEAYRYISMKAHSKLP
RSSIIISNHRLKNRNITTLQPGIDVFSIVCRSHKCCSSVLWPINNFKSIRTHKHVSNTFTMFGLQWKLWAYPAGETKHPG
SISVYLEAVRVCGKESFDFLRKITFFFSLVNQHNISYSKHYPSSPNILFNNHRSVWGIGLIDLNSLYNPELGYLDNGTVC
IELHILKCYSIKR                                                                   
>Ppal_EFA82284_1                                                                
MSIYTYAENGNKKELAQLINDGVDINKPGTSNRSALHHAAMNGHTEIVAMLLGKGATVNCQTNRGATPLHYASRSDRIEC
VSLLLDHGADVNQVDSTNSTPLHSAIVYKSDKTALALINNYGADINAQNNDGSTPLHLAAQRGYREIIVALLEKGAKVEV
RDHNGDTPFSLIPLTDTIDIISSSAKNTLANDISSLMYNSSSSSSSSSGSNTSTTETTTTTTTTATETAEATATTTTTTA
EPNGESKMNIDQVKSEDETAVSNSGLFSDVTFIVESNKIPAHRCILSVRSEHFKRLLLKHKSEKELEIKDISFKVFQSIL
DWVYNESVSTFKVKEIVDLSFATQLLIAAIKYNIKALVQLCEQYLIETVTSTSISSIWQDLRSTEIKSNCPELAKRCAHL
LCKNWNVVGIIKAIADMPRVDMIEMVNLLPIQPLQEPAAAAAAPAANATAASSSSTSSSSSSSTSNASSTPKGKTTSRTR
APTTPSSTATPTKSSTTTPTRSSTSSSKVPSSPPTGDSMDKKNLEICKNINSQIHRKKMAEIFHFAVDPIALNIPHYFDV
IKHPMDLSLIQSKLDGGLYKSIKDFAADMRLMFDNAMLFNEEGSLIYRNTKKLMAEFNKIYWDHFPFEKSATPAAAAAAP
TTSASTSSTPAKAPAPSPAEATESSDKKRKSMEPSKAAPSTSSNTPSGESSSKSSTSSSSASANNESASSKTNASSNNND
VKMTDTSPSLKKYTDKERKNLMEMINDLNEDQLTKILEIIEPKAIKKSDEGVEIDMYEVGDANLAQLEEFIFSCLKRQKV
>Ppal_EFA81791_1                                                                
MELESAMRISFNGSKSNIKKTNLKSSNEFQLSRSPITFSSGTEDSGSTDEDIFKLAKDLTNTFGTLLGDTDQPPPFSDVI
FRVKGRRFFASKIMLVSRSEYFKAMFTGSMKESSVKEITLEGVEPDVFYIVLRYICIGILDLDFDIRIIGSIYNYCDLLG
LNRGKELALGIMTKSANAYMAKPDIDGALQLWDSANRNMISIESIHPHLRAFIIQYASMILYSDLFMVMSEKTVCDMLRN
DGLRMEELDILECVVDWCRVNSPATATSSQAKDNNTLSNSGKRNSMSYSDRSRRSHDDGESTGSCSSSRCSSRRGSIHEK
ETGDMNRTDSHSETGESFSGSDANDESDYDDDDFTDDDDKEDSANDDYYFAEQDEQVDEYDETIDRNLLNKLLPLIRWEN
MNIGEAFERLDNLHIISEKDITNLLRGIIRANRGEAFQFLGYHYRRPRNLRKRAYPLEFLMGISQPFDAPQVTNEVIALN
PFTQEFGQTSNQFLYRIKKDIKLPANLERFTFKDREFFVQLKEREKGQLAVYLAFGQKITKPLAISVSASIIGFRFQDSI
EFNYKKMFEEGFDSAWGWPRFISLEALQKDKYTHYGDSFVMLVDLTRIGVG                             
>Ppal_EFA81627_1                                                                
MKINVKRDFLQIMVAGVGNNRLRKRFMSDFSYYFNNPELSDIMVQVVGCSDDYIECSSSDKERELQSSGGITGNNGTDTF
YAHKFVLSARSPVLMRMLSSSMMEAASSVISMQFSKDTVQCILRYLYSGQIDLVPALVLDVLSCADYYSLEELREYCGWY
SMRICMEGDPEMDICKVLYAAERYRLDKIKTLCFEFITQHSMDILLSSPNWHLLTEDSVIAILKQDSLRVPEVEIFDSLV
RWAKKQYSILKDISCEEIVEIDFLKKKLQKPLECIRFASMSSHQLSKHIEASGLVDRDIMYEAYRYLATKETPKQLDMAV
VRQGVTDFTFSTPGDTKGVFYYFGTVEDTDDYESPSIRKTVKVSSSSMSIGYPTPFVSRTPTNMYTDKLPNSYYSVDIGS
KYVLCPNYYTMRYAGDSQGSIYAAPKNWQLLGSLDGEQWDILTTHHNDTSLKEGYSISGWPIDSIHSYRHLKIQMTGPNQ
RDGDELCVCCFEVYGRLVKLEEDSNLITEENDSSE                                             
>Ppal_EFA81459_1                                                                
MDNYLQFFNHFVETNYSSNEELIEKLKSKYSIDNLEVIDALITIPRGDFIPEELTEQAYHDSPIRCSRLGFNISAPHIYI
NCLAELDIKPGNKFLDIGSGCGHFTCLAGYLVGPYGQSHGLEISEEILNFGRDNQIRFSNKSGIDLSNVEFKLRNCFLPD
RDDILYDRIYVGSACPKKMMARILDRLAPNGILIIPISDELRKYTKDEKGEYTKTTLLGVRYSELQIPTDQEIENANFLV
ERERKLEIKIPSENLSKSFGNLVNSELDSDIIFMVMADEKQRKINAHKLFLRVRAPKYFESIEEQSVIELPIELDYESVM
IVMNYMYCGEEPMEVINQKAVLAFRERLSSVVLVCQYFEQLELLAYCQELLELYKEVQSDSDKLTMVTPKTKHHFEQLRC
TAKRTLQTQMLELSTSSLNSDITLSVGGSKIKCHKLILKSRSKFFKSFFTSGMKETFSDMIEIHGPFDLSSFIEYIRFVY
SGDKSIINSDNVIDLMCVSDYFNDNCLKSLCEEFLVGVLDSSNVSSFLQASSNYNALQLKAVCMEKIFEEFDTVSKMESF
KQLDKDLIVNCLSECCQYFKKVVNKQPVGTGTGTSVPTSPLF                                      
>Ppal_EFA81116_1                                                                
MSLSRIFGLIPSYDQLYLPDPEQQFVWGWNNEGQLGVTMSAASMNSGGDVVDFKTMSKNFVTKDVAIGLSHTLLLSRNGE



VYAVGKGKYGRLGNDSERSLRSLFRIPISIRVLKIAAGSFHSAFITEKHQLFTFGRGDSGQLGHNDYIDQFSPKQVSCSD
PIDLVACGSDHTVFVTFSCGTYHTNVLTAEGLIYSWGTNDYGQVSPDTRGIINVPQRLRTPNSKGGSPIMNVYAGGRSSM
AIRFYPTLIRVRESTYKNDIENIFTNNTNTDCEVILKDKSGDEEKTNIILSHKIFLTRSSLFSDQLDSNTIDVGDEFESF
AQLNSFITKLYKDDENEIDLVSNHLFLYINNPLYSDVKICVKEKAFYAHKCILVARSNKLKVQLESFFQEGINNTIFIDN
VNPDVYYAFIHYLYTDKLNIDAENAIELLFLAHEENLERMLELVQEYLINGIDDDNVSPLYDISTRLDLKSLGDQCLYYI
AKNIDNVSKTETFSELPEELKKKLISSSVPFSMKKDKEKNCILINF                                  
>Ppal_EFA80319_1                                                                
MVLKKCTSDFDREKKIIDLTVGDMIESYFKNGFKEYCENNKFSDVKLRCGDQVYNVHRIILAYSSEYFATLLSSEFRESS
QPVIELRQPDPHNVFREVLMFMYDGRVLISPDNVIPLLSMAKYYIISALTTLCLQYLESHLHRENVITILKSSISFHFDD
IVDRCLYIVAKNFPYICESTNINNINNNNNNNNNNNNNSNSNNNGSYNCKDNYFKFLPPPIFLNLLKQPYLVVKNEYSLY
QIVTNFINYHSNICNSNNNQNNSNNNLNLSNSSVDNSFNSSNNSSNCGYNYKFEQSDIVELMSQIRYIWMSYDQLLEISS
NPLVPKEILIETFMERLKKYEPHDLSNEPPISHSRFLPRPPQSILFEYTFDFDNKGIIYWIATNGLKDKWINPHLSSKIK
ITSSSVDKGNHYDMVELSPCAFWTKDVPASWVTIDLGPNRSVIPMYYTIRHGFFKSDSLRTWDFQGSVHGEQWTVLKRHT
NDTSLNLKYATHTWQIQGVTTAYRYFRILQTGKNSNNRNFLLLGGFEIYVPIMNINTSSKLLLLLYKESIFES       
>Ppal_EFA79484_1                                                                
MWESNKQYHSNTMETIAAMLEAEQLDWQEVINFHHPNFMYFLRNSSISIVMAVLTRYDRHQNTIFHTAAFCPPRDDFIND
IRILLRKLDYNISADLQNLLTQRNINDETPLHLAAMHQNIQYIRSLVGLQVDGSLVDNRNLTALDIAVWLDKKECINLLT
SLRSSKMTVSNGTGGSVPIYQWGQMLCPSLSLIATGTPTGVLFNQKEHSPTTIKFGQNFAVMLTDTGGVYSWGLCSYGKL
GHPTKNDISIPSMISAFKNKQITQIACGKDHSLALDEIGVVYAWGNGSGGRLGLGNSEVVSIPKIIPHFEDEKITSIACG
QEFSLALSDSGKVFSWGKGLHGNLGYDVSTMLSQSTPKVIPMLPPASQISCGNWHSMVLSKSGDVYTFGSNIDCRLGHSG
NGSTPTMVQIGSKIKKIGAGANFNAVLSESNAIYTWGSNIHCQLGVLLPDHRNYTGEPQVVKTLLPYPISTIEVGYEHVV
VLTDTGEVFTFGDNSMMQCGVGEAIKEVCNFTRVKIPDNSTVFKIAAGGNSSLISLSSGHNIYGSELASLLTDESLVDLR
FIVNGDTAQYVNCHRAVVACRVPKLLPLISSEIKNPNSDNSHEISITSKITASTINKIIYIDFKQISFESLKLFIKFIYT
DHVPLIQHYVDEIGMLSTCLGVERLAFLCNLVLGKTKSLESIPSSNLSEDFKKLSDPTFAESLYDITFKVHEPSGNIAEV
QSFKVMLCLRSKYFKMMLSGSFIEGSMNSINIHDVSISSFKDLLHYFYCNEVPSDPNDCFELVILADFHQIARAKELCSA
VIRPSIDNTSLLFMFQFSKQYDLKSLTVWCESRISQVPNAELLEGFDRLTEENQKFVKENCAKAPPKVEGFRSSTPDSAS
QEQRHYRRKPKNQEKPKKSWFFG                                                         
>Ppal_EFA79126_1                                                                
MFNAGFQQYLNTGLYSDLTLIVNHTKEYQLHRIIVGYNSEYFSNILQAINQHGTEIFNQPASPALSSSSSSSSSSLNNSP
NVVSGSPTLSLIRTLPTSSPTVLASHSNSPFLILSPLTPGSVYSEHSNANGKFRLGSNRLKQQNNNNNNNNNNSNNNANI
NININPLSLSSPNISNTNSNVSASSSWVKSSPAQIQQQHQQQQLLNQPNQQTSQPSQLSHSIQNINSQIHHGLQPPRRTT
SFSRSISMLLSSVSSKSKLSPPNTSSSSLINNPSTSTSPSSSFINSQTNNSTNNISLSSSTSNLTPSKSQPNLLININEN
NNNNNSNKPLPPTPVLPAHLSSSSSSSSSSGRKDSNSSPSFVVSLSQIKQQFNNHQPKPNISWNTSRNCLTIEIEINDPD
NTFDSIITYMYRGKLDISEKNCINILYFANHFLIHSLKKMVSDYIVEHITSMNVLEWLNKSIEFNLTELIPRCIFVIARN
FSQILEEHKNRINQNITSGENGKLKIQLPKQPFCNLPFDLFLQILDHPSLSVFTEFSVYLAICGYIDANRGHLEIKQIEQ
LFMKVRFPFLTYNEYLQVIRNPLVPQELLTDGLMIRLGNFECPGSEQLKKRLSEPRFMKRKTPGRIFEYLYDYDNRGVLY
FLGSYGLPDWINPALYPSADNPRVKTGHNSTSHNFLSLSGIEFYGELIIQQHQPITTITTSILSSNNNNNSNTTSNQSSN
SSLTTTSSSSSQASTQPTITPSQLTFQQQQQQQFQQLVTLLQQQQQTNQQQQNNITNTSTTTTTTTNINRNQIQSNNINT
TT                                                                              
>Ppal_EFA79079_1                                                                
MSSMRTSSGISNNNNNNSNNNNTVSNVIVNNGVTISSSPNSYSGFLNVGSNNVNSITNSNSNSSNSINGSNNTNSSSSNN
NNFHNSSKIIDAARKGNAELVQKLLKKDLKKLNKRDEKGDTCLHKAALFGHADCIENTSYFDEESSSVYTWKLQKVSTLR
ERAISPVFKVGQCKWMIAVYPKGKSGGDHLSIYLKVAETVTLNNIPEWFFLVNFKFSVINQRDGSKFTRQVEGKKFKANV
EDWGFPQFFKLSILYDAKNGFINYTDDSILIELQMEIINDFSRKKFKDNISDWGLTLLHWVAYKGSYDGVRFLLSNGANP
NVTDYKGRTPLDWCAYNGDLPTSEILISTGMADVNCKDHEGFTPLHKAVMNGHLEVARLLVRYGAQVNAKNTCLTTPLSL
AIRVSRLWCVESLIKWGADINIPDKQNRTPLHWAICLSESRLLGLLIKYGCSNQSNNNNNNNNNSTPNNQNNNGIELNIE
DIAETSDNFDTSENNETQNQSEGQENLEDTDSDDDQNGGRIALSGSPNNVNPIIIHQNNVNNTKDDRSLSIPNTTITTTT
NNNNNYNNNNTIIYLNNNEYHFQNNHYEEFIASVVPLQMNVRDQDGYTPLHKAIWGKGKISFVKILLERGADPKICTKDG
RNAVHLAVAGNEYTIAQLLIEHSPQCLHQFDEKGHTPLHKAVINGNLVMMEMLIQHGADVNLCSPTHPDVIPLADALRES
DISCIIFLLQKNADPKRCQKSLLNLLYKRVKVYKNKEIDPTIPKCTLNSDMKYLLNNINYKDITFIVENKPIYAWKGLLC
ARSDYFRAMFEQPLKESLENEVRIESVDHITFLHVMEYIYTGELSSKLTLEESMPLLIAANRFMLPRLKLLCESLITKEF
NTDNIYNIFKLADMHETTLLLDECVRYLAENHLYIPETDDIVKIPSFRKSVLEFLHDSLNIH                  
>Ppal_EFA77059_1                                                                
MHFDTLNEDTEWLLSFFFVDCEEGLHYVSYTVMHYQSWVEYLHKLFFPMMIKRNFYQYSSIMISTSPGNQSSFLIPNNSN
SSGNNATLNSGSFINGANVRSGSVIGISNSNISNNNNSNTFKGHSRTNHSNGGNNTIGNYFEAPLFQEGFGSFLKSGEFS
DLTIHSEGKQYHLHRVILAHSSKYFSDYFDLDNNNSNNNNNNSNNKMTTIKEITTTNYNNNSNSNNNDIPVTTYFTKIDN
NNYELKGPFIEHFDMVVNYMYEGRVNLTPKNALPLLSLSNCFQIKGLKKYATFYLTNSITKENAFFMLNKAIHINSDDLT
TKCITVICKHFNQMIQPHFSHIFTQPQPFIMQPNYFTNNNNNNNNNNNTSTANYSDELDSIATVDQFTSNLESSLNNNTT
SEPTSTNSDSDDSDLDSFSSSTTATTTTTITNNNNTHSNSSHHHQSSIHIPQTSNPIGISSKYGSPSPSNSILSSSMAND
KSLNISTIHTIPELLSLPISIMIRLMRQNNLSVSNEAVVYKTIVKYIQANKSSLSEQDIESLFECVRFPLFNYQQLEEVQ
DNTLIPKSLITEALMLRLRLHEGPKDVNSASNLSLSPSNNLLQSNSKSPTSSSINVQYSGGNNINSNTTSTSTTATSSSI
QITPSVIVTSSSLPSSSLLTSTLTSALSSTLNINNINNSNSSNNNTGSILTSLSNNSSNSSIGDSLVASTESANDSSALI



RRTPRAPFAISLEYNNEMKGVFYYIGTNGLKDEWSNPANRGRVRVTFSSIEKGNVTDVVGRQPTECWTMDVPASWIAINL
GSSRTLVPTFYTLRHGGNSKADCLRNWTLQGSMDSKNWTILSRHSNDSSLNGNYSTWTCPIENCTQAYRHFRILQTGRNS
TNHNFLSLSGIEFYGDLYETRKDD                                                        
>Ppal_EFA76882_1                                                                
MQNIKVVVVGDGAVGKSCLLISYTTNAFPGEYVPTVFDNYSANIMVEGKPFNVALFDTAGQEDYDRLRPLSYPQTDVFFV
CFCVISRASFENVKYKWNAELDHHCPSTPKILVGTKSDLRGSGRPEISTKEAHDLAKELGFIGYVETSALVQTNLTQLFN
QAIKSAVNAPAAKKKKGEKPVPIPPAMPPAGKAPWINIVTSTYEKELKSTLEHQGFADVKFTFGNDKPIFAHRVILCSAS
QVFRRLFSVTLNTDHSPFAPEDIEAGRVKGIKSMTATPMKHYEDGSISNGEMIEIEVDPKFTRRIFYRYIEFIYTGLLNC
VDRTDQIKETIEIADVFDCKYLASASKNLSNGSEDLNPSIGTFLNDEMGDKCKELFFGKKIFSDIQFRVEGKTIYAHKAF
IYSRSAVVNAYVHATKDYAESQDATVELQDVSHDNFKAVLEYLYTAHSPIEEGDPVGIMVLANRFGLTRLITLCELYISK
EIEKATTVGIFKSELDIIGLLLCAKSHNAEQLTKFCLHFISTNYQPMKKRPEFTKLDKDTQKYLEENQWPPVWYIQACGE
YEDQMAKFNGKKDNCSIIYLFRYAVCYA                                                    
>Ppal_EFA75696_1                                                                
MSINTSMSNNSLHQALASSAIINSGTTSSNSNSSGNSVINSSALLFSSGLSAMSSPNNSIVPSSSTTSSNTSQNNSNNST
ISNTNNVSNNNTNSNSNTTATGEDITITIYPIGIKTYGCLPPFLMRKHTLFKRLFVHVSNRFCIDENELLFFFQDKLLPE
QCPSDIGLGNGDIIVVRRVPPKPKIANESKQASSLVLEIGSLYDNPSFSDISFILDDGSTLYAHKNILSARCDKFKAMFQ
GSMRESTENEIKVNEHSSIVFKKMVEYLYTDTLAEEGGIDMVLKLIVIADEYLLHSLKNLCEQKLITEINIGNAPLLFSH
SDTYSCALLKKHCLSFILTSIKKLAASEEFDRALFQFPNLLLEIIKEMAPSFDNTPNNTKRRKDFEI             
>Ppal_EFA75556_1                                                                
MMMDKNSNSEFEKNSTTTLPQQQQPPGLPLSPCLATMTTKTTTTTTTTTITEHNFLVPELLVISPRLETPLNTTTTMSSS
FTQPIILVPEQDSNSNNNTSSSPPNNNTIDQISNNICSTNNTSSSDYIMDDLNKSQPQQVQQPSNSTPTPQPQQSQTQPQ
QSSSAAMDSPVIFKTTSSTSTTTTSHTVTTPALENRAVSTSPPSTPMLDDCQIELGARNNTGLSKSPPLQSSSNSTNMEN
DKLSPEFINAASISKQDQTLLNNINNNNNNNNGNNVGNSTVPNSPTTPQIQIQLAPSSPLSTSSSSNSNGNGSGSGRKSH
RSTSVPLIRNRIQRPIRQKSPSSMGERPLLHAVLVQEEIKTLINQEDINMRDSNGNSILHRVSIIGSMLAIRHMVLRGAR
VNSTNNSGMTPLHYAACANPQSVEVLLYYGSLPNSKDNNRETPLFYAVDRGQFSIVSLLLSRGAKVTTVNKAMSRNSIHV
AALKGYSNILRLLLDYKSNINAPDVNGSTPFHLCVYHSPPAQNLMNPINYQSVNNIDAYMSCCELLLQRGATLTLQDTQG
YTPIHIASRQGKKNIIDVILFYCKQQKNKLPQSILSSIPNASKFKKELKSEIVLYIDDMGMTPLCLASMFGHFDCVEYLY
NLDPKLNQQCRFYTSSSIDCSKTPIDPLGNDFRFALDGDYCDLVFIIDGRDIFAHSIMLRQYKFFRDMISSCKSLASLHP
HSLNNATGHGSHQQLHSHQYGGIYGSQYSYNNSYISRSHDDSSIHYHSSSIMDGGYYDVGDDSNYYNHSSSNSMDYISAN
ISVGNGVATSRARTRSRMNSVVNPGTLTRIPVEKGISYEIFRAILQFAYTSEIPREIINTTGKLSELLDFANQFDIESLS
NLCVDTLSQHSTGRMGTLEMSKYLLKQINSKHSADVTIIYDGGQVVLAHSVILANRSTFFKLHFESYPVLSRSAIQLFPN
NVNNISSSMSSSYGNSSLSNIAGTSTPHRKLSCPSSPALSDIPTMGWVIDIGEASQKAVFVMLEYLYAGCIPSGNSLMQP
SLYPLLNQKLPSTASEMDVIDMLLLSKLAYALNLPVLQQYSTVLLYSALDPLKLVTIIKTIFSFDGNVGWGRTSSLELMW
GVCLEWLTKKCNWEEVNRCEAFISLGLKFIKDVKKERKDKKRKQKMNERQTSKSSQHNNHTSNNNSNKQSLSSSTTTTTT
NNNNNNGQDGNNNTKKEEKFSTWSKMHPKEILRSVSSGFLINSNNNNNSNNNQSSFSVQTPNSPPTNQQQETPAYTSKNN
NLNNGADGQQQNKTDSPKLTKQNSISNFLSKKKVFSTFARKPMSNRSKSFVI                            
>Ppal_EFA74882_1                                                                
MSEGDDGSDPISEAVGFIENILQPNIDLQYQGLKGLMLCSTTHVVELFKNPSFFYHIKRHPNHKLNHISSHGHHHQSSPI
PTGNAANPGSNNSSPSSSPSSSPTNSLIEPCNQSPSKYSDIDYDKYSKKRKSTLKSLIELCLSETKKVQSSALRLLWHLS
AQADLKVLLYEEGVLDKLKYLISSDSQAPKDDIESRQNGIHRTEVQLASSAILQNITEYRFERGEINPNQVKIVNEGIVE
MILLPRSKSTDRRVQFLTTLTIANLSMNEENHQILQSHKAFDIVESFVTNNSLHMDLVYQYKVEVWKGLSVNNGVQSIFL
LLHSPHPKVVELAKKIAEQLQIEEPSVTVNTTKIGTDLKKLFNNSDFSDICFVCEGKKIYAHKAICASRCEQLRAMFTWG
KESQENEIHLPHIPYASMYGVLDIGTDNIDSIGTEIIGSVKHFSYYVLNFIFLV                          
>Ehis_130_m00126                                                                
MFGLAEDIQQGKISISNLHLRDVEDITMNEETVNTFFKELYESGDGDYSFEGDKEMKVYKFILSTRCSYFYQYFSLEKQP
TIELNKETLKGFITWCYTNKIEMEMKECLELLHFIQKNWINEPISSIFYCIIKRIKNDFEANIYDNWALVEEFFLNEAHR
RYYEDYFKSLSQLCLKEIINKKDYSFVGKILPYVLLSMNKHIEIIKEKKNIEKKKKTKKNITKPIETDLTVTLLHQEKKP
KKLNTKELLETNVHKEKKLSKKEISNGIEDELLISSNRLDTQFPLNSQNTSLINKLLSSLLRNKASFAFKEPVDPQLTGA
INYFDIIKHPMDLGTIKNKLKDKTYKNVNEVLSDIDLVWNNAFKYNAPNSEVWNLAKTMSDAYEKKLSTMKFSI      
>Ehis_217_m00087                                                                
MNNLIECPICGQMVPQNQIEQHANLCLDAMNEGRSPPIVILPNEINSLNNGRSVLTIVSPLSSHSSANLNGRDGSQRREN
SKELNNTNQNYNNLADLLNSITTNENTETKEIPEEIENNKVNSQSNSNELISSPPIEEHIVNIQKPVDVTINITELSSTG
IYQMIQKQYFNNPCKDFKGDNQKNIKEQQKLIELPIELENPVDPLIYMTNQQQKTKKDIHSEDIPIGWGFKGNIYNEIMN
KDNRYFDTILYFPNEPGKYIRAHSFILAARSPLFQIELEEMTRIEGMFLYEVKQYKYDDFLYFIKVLYGVSPKITVTNDN
KQLKDIDGMYSPSSENIINDILNLQNPKFFDGYFIITKEGNEVERIGFSRILFYLFSDYFKELFDKKQINYINDGIKRNL
SSISSLGFDVTQITPTGDSQPFVFKIKGDNEEICYIHQAITEFIKCIYLNKNYSLKEDKIDEITIQRVIPILLHFGSLFK
ENLLVFNCERILGHNLIIKPTNCNALFYSMRASSNQTLPGFTQIDVIEQWRKEIVDMIYELTKELTGYVFINKENDDQLP
LEITCINLRDIQKLASIALVSFVNQNSDKSLLISRLCSKKFSSLTQRQDVIDFLCYKGFRDILPVLMACFVGSMKKIQVQ
ELLKVIVHDIIVTICHSFSILSTLRGYIPITEEFFNIVNTILQSFFQNNEICCVCGDQLGFFSKKCELCQINMCKKCMVK
GMFINFKTNNLVQKNICYRCHRIWQFLSSETYYQINK                                           
>Acas_g137                                                                      
MEMDDEAEANEVRSRRSVSTPQHQQAAASQSPPTKNQQSNRLRGASSGSSGSFLIDALKKTKMGKKHKKQLKQLLVDSLD



QAAAATPTTSSSSSAPQVPPHLSTTTTSTTPSTASTRPQPHQVLSISQGTDQSWSASSTTPPAPFSLSDVSDMERKFLNT
SFGTDRSSFSAYDRRSSAGVSGASTPSSPSFSPGTSPSFSCSPLLAGVFAGATADRRDSTDTTGGGVGGRRSFSEEAAAG
SGTTTTTTSAGGAKEKKKKKKKKEVKRKGKREHRKKGSESSGSRLLMSTSPPSSTLPMLTSSPTVSPPMTVTTPMTPTTV
AGGGYGGYDRQPMNIDLDSLKKKVKPKRCEADIFRDGFRHFLQSGDYSDLTLECEGKEYRVHRLLLAYSSEYFSRLLLSN
FQEGRQTYIHLRFPDPAHVFPLVLQFIYQGHVTIAEDNVIPLLAMADHYLVQELQQMCSDFVNQTLSRDNALARLKRAID
FNSEEVVLKCLFITARNFSHASLGKADYTFLPVDIFMLLLHHRYLAVKSEQHLFNTVCTYVEAHRDDLTEEQINELMEAV
RFRWLSYEQLEEAARNALVPRHLLVEALMAILRDQKYPDLKPLHEDNPRLQERVSYGIEFEYQSGVENNDIFWWIGTNSG
TDSWQNPGLCGRIKDVPASWVQLDLGPNRAVVPTFYTVRHGGTFKADSLRTWDFQGSMDGTGWSLLRRHVNDEVL     
>Acas_g263                                                                      
MLGDDIYHLIQRGDYEDDLNRVLAVGFPVDKPDYTGWTALHYAAHMGRTGCLSTLLECGADVNALTSREGQTALFLAARG
GHLPCVQLLHAYHRWAVAEATTTQLGRAAAVEDAEQLLPAAAGLDTSGTAEEEFGRWTPLHIAVHCDQVSCAHYLMAHSL
VDINARDYYDRTALQLLIEKRLNPALTVWMVLRGARVLSKPSAPPMWDSTKLDLDHMVDTFDPTVKQWSSRANEKVAMAQ
PQHDACFVVEGKRLYAERAVLCARSTFFAGMFGSSMKEAVEGEVELESTYNAVFAMLEWMYTGCISTDNFDDILQLWQSS
HMYDMEALQNYCQKRLLKLFEARSKQLGDHSAQETWNYALALFKATEGGSSFDSALKAISGIYLLGHLEAVLQRYRGDPI
AFVGRLFAAVERKAYDPASYPTLPEIEAEIAFFRRYKRLPKGQREIINVQEMEERKKGKCLLWFEEATSEGVEGWRETLA
QLRMLRQLEEDCFFFDGRKPHRCFDLIAGTGMGGVAAICLGRAQMAVPAVEALVCELVAAAGDLGGGGSWLSYVGGMMDW
GGETTRAHLAQRVREIVERHLAASHQSQQSLSLVGLTDDYDHLRLCEMQDLDEETHPRDDRVKVLVIAKRAGASKDVSRA
DNRRELFLKLYGDRVVARSGSSEAGVNLTDVIVAALAAASPGLLNPVKLADVVVGGDGAQGASSGLGGRGRDTLLAEMQK
LWPRWELKLLLSLGSDQAPASAQSSSSWSSSWSSPSLLPWAWSVLADHMSSFAGYVSRDRGKNVWDKAHERCLDRTNADD
AGYTVGDKVATVLAVEGWRPLRSCDYDDDDRQGHDQGQAVHAPDGAGRSQRRRRRDEGEDEGGEPGEEGHEPINGEEGGR
PPPSGSGQDEEEESWVLV                                                              
>Acas_g324                                                                      
MNFKRLYSQALHDHSKLCKVSFNEQLAGIMDNPESADVEFLVGDDGTPVYASKVFLVMRSSVFKALLCGNFREALPPSSS
TSVSTSTSDTSSSLPPVFWHRVEIRDMEPRTMRHLLHWCYTTRLHPDFFREDDSSRSPTLQESDLVSLYVAADRYLLDSC
KESVKCKLTLMLGKNNRNALSVFDQAFEFAPQLASLAQSCITTDATKFLGGKRKETEAQWLAMSPAAAAQLVEGDLEKFE
EVDLFRAVVRRYEHHRAEAYDASADSDDHDNRRSAAAAAAREKVACLLEGIRTILMSVEELIDVVEPSGLFTDAQLGAAY
KQAARNHRFIVPELRSRRLFSSDDRVRHGKIVWHLAVRRGWNEEWVLVKVAALRKKDETRPKAVSAEGVSVSFFHNRRCL
LHYVAPAATSVSVPGELCVPVPVDSAALVRATLIVHVPATAFIE                                    
>Acas_g326                                                                      
MVDNPLCADVQLLVGQEATPVYASKVILMARSPVFEALLGGNFREGQPPPSSSSSASSSLAPVFWHRAEIRDVEPRTMRH
LLHSLYTDQLHPDFLSPAPYSDDGNNDSTAPTQQQQDLVALYMAADCYLVDKVRALVRRELGRSFDDDDANVLPVFDMVL
AVAPELAMHVCQPIIETHAWSLLGNQHAYLEALWLGLSDTAAARVVRMNLRGIGEIELFGAIQRRYEHHLAEAMELVEDD
EDDDCEKGQENGDDKKMMKKREAAIAEAKNKVAGLIEGIKTSLMSVDELCSVVEPSGLFTDAQLLAAYRHAALNHRYVIH
DLWCGYSLFNGQVEDGNIRWRLAVCRTPTSRTPTSWTVDFRIRTDRADPHSTDSLSAEGVTITIYCDRRCVKSFWAPATT
VVTMPDRLSVPFTMQPHTGRVTIFVHAPPTAFTQAGPI                                          
>Acas_g425                                                                      
MEKEDDLAFALSMANLGSGRVSQEEVQDESTVTLAQEIKRLAAKYGPERFTETSLGFKLAFVSAEVNVVVEVELDTMMYL
EDDPPQFKVQSNGAHVGGADCRELRSLLEEYAEDWMVEEMPILERLMDAVRDWLFWKTEDAQFAPPAPAPRATSPGKAGA
SAAAGAGFSDHKEKKAKEEQKKQKAAAKPKPTPKPKPAPQRVAYTPVYQPPVYRPPPVYQTPWNYVAPRNPPPAPDMTAV
RTRFEGLYGRPLSADFLETWNLPSYGAGAPPRDHNRDKFIDRPETECDEETLIKIEEAYVNENRILSITNKGVPALPIEL
MGRLTTLTELNLHNNKLSALPVTICQLSSLTKLYASFNQITEFPAELTVLPQLLNLDLSHNKLITMPPQVDQMTTLQILE
LNHNQIRGLPPQMGEMPSLRKLYLNNNKIMFVPTELGYLPKLTLLRLSHNPIKNLPVDEYQQGTAKTLEFLRTAGPGVET
GRQLKNFAFVKEFSDVEFIVGSVVFPAHKVVLCARSPVLRVLLHSMSESESASGVVELRPPAELSHIPVDVFREFIGYLY
RDTVEKDKLKEIGNDLGVVANYYGVERLEEMCKRLKFGYVVVRESTFAQDFGVLMEEPMRYSDVAFLVEGVPIKAHKVFL
AASSEYFKGMFTSGLKEAQQDEIELPHVREPIFRAIREYCYTGDVEEITGDTAVDLLGASCAYTLPRLKMIVESLLGYSL
DVDNVACLYPVAVMYEAQVLERACEFFMAQFLAQVKATEAWADLPPELKAKVEEQTIKWGLNKNKKW             
>Acas_g526                                                                      
MGKKIIIIGGMGAHFVRDDICIIDTENLTWREVPSECSGEMMPRSGLSASLIDTRIYVIGGHHDFTIHNNVFLLKTERPI
ERKEVYAQGSFLQDMSFLWENRQFCDLTLVLEGQEVQVHRALLWVRCAYFRSMFSSGMTETKKDRIELAGVPLQYFMYLL
EFIYTSQCSPLSTMSECDDDDLDTVKGILVLANEFMMEDLVAQCENKLIDIMDCNNVVPLLELASFYFASTLRSACVNFI
SNNYDIVSKTMEFDDLPSETKDEVKRLKAL                                                  
>Acas_g794                                                                      
MASPTALGYKQLQLDLWSLLSGADSSPYADVVFRAVDPNQKPADASSGSGGQDRPAAQSFHAHKVIIYHTAPMLFASLLS
VEDHTASADNAAAPPPPATATIEIEPHIFKLCLEFLYTGAVTTPGVTREDKVRLLSFAEHYNIPGLMTAKAWKESSDSCW
ILPEPHQDSVTDKNPPPPKPILAARHSPLFADVTLLVDGQRFHAHKVHTTTTATAATATTLTTDNFQAILAARSAYFARM
FGSGLAESFQSEIAITQASAASFGLFLDYLYSATLRDWSLLTPDAAVELVPVCHQYGATSLVNPLQSAGPSDLHLKAICE
QLLSDVLDGDNVCLIYDIALFHNATGAKPLMTIVDSALVGSAEQDPVFYANCGALQCDSIKTGKKSPSVISQDRALKVHL
DTLMRLLPADRVTITPVSRAFPSPTPDQPKARGGGRKQG                                         
>Acas_g977                                                                      
MKLLRRTSLLGSDGSRDVHLLRGTAEVVLVEGRNLAIRDSCGTSDPYVILRLGDKKYSSTIKYKTLNPVWKEKFTFQIHA
DEALHCDVWDKDKFLRDDPLGNVVLHLGKYASTQVVDVWVPLENVECGELHFQILYRTFADDLQKSFQAIEMLPLQIASL
VATPIMWTEAGKCKQALADHLASLVNNEEWADVEFVLDADGDKRIFWVPPTSPVISRARATHSRAARRVQLNRHSAILAS



RCPVFQSSLPKSAARKRSASRRASSADVQLSGEFGFSRNASPKLETITGMSSSRLKEKRRARVLIKEHKADVFLAMLHFL
YTGAVPSVPCFGYTLRKQEEKPEQGAAKAEEPPKPPVRWTWFADPDWADFEPEVNDELEKAYQQAVTANDGNSIRVRVDS
ERFVEVRVGSSLYQKRYDDESRQRSVKREDPSVGSSEQSSSSSSSTPTDRLSQFNAQQLMAKQDLDVRLAKIAIEYSLSD
AFVLQCENAIRFGEYSLTELPVNLVDDLKKAIETTDYAQVTVVVADDADESVHHEVLAHPCFLALSPFFRAILQSGMKEA
QEKRIELTEVTRDCFLLVLEFLHTGLFAKFPTEYALEMLRISDQYDISPHLRQMIEQFIATHLLESHNAIAIYHYAVLNN
AANLEATALAAIKRNAAYPAWTKRNREALATLNPTAHQTVFGS                                     
>Acas_g1063                                                                     
MESQASSSSSTASSSTYDAASLPPVDLFVERLHKAAASGDLAALNLLLDALRETAGRERELAAFVSSSLSSLLDSPGLEA
ASAQRGRRQRDVRIHLGIGRDDEGRGDCYDLFKGPDLLGRTALHQACYHGHSDCVKALLEFDVALRELMFGAEQPSGSKK
AAQQPQPQPPPPIRRSTSSVGAGGGQRNALRKSMARSVAGQPTLAASTGAGVAGSVAAGAAAAEQTSVVPADAETTEAGH
VDEGEREQEGEGMERRRLVDTGDLRGLLPIMVAIYRGNKDCVQVLLGHNPTLDALQTQVFAYEQRHPYRAMEKRSVQSLY
AVTLNPNDLYRVNLSLDSLEVCHIVGCELDRSNDQISFYLNGQPMGVAFTKIGDDIKLVDATERCRLNFGGRGGEGFRHL
PDGCKSLCDLIPEAQARLTHWKLRALHGTFVSEPAMKLPCMNLGQQRLKLPLAWATVYGGAGAEMFDLLLREASPQAVAG
QLRLLAADGAEQGLMPVPHLASLCGNEAVLRWCVEHSKILGAKGRAQAKPQQQQQLLFDLANDRDRVGATALHYAALGGH
LACVRLLVEEAHVPPDTTIKKSTARTLNVIDGHTGVSSVITARPDATSPIGASGITPLHFACQAGAQDVVDYIYQRWLDG
QHRGASKKGQRPTALPVDEHGATPLAYAIQGGHTDLVRHLIAPTAPTSTDASSTDGVDGNAEAAATQNEPGLGWAISMAK
HSGSRRATLLSLAMSAGWVDIARLLIAEVKRRDKRKLKTFVTQRAADGTQLLHSACYFGSVECVDLLLSLRDDVTGEPLI
DADGPDSDGLLEEGAPPTVNSGKTVLHMCANTGNVPAVEMLLQGWKENKWGLRDKLDLNAEDPNAAGSTPLHAAIFSTSA
LAHKNVAALLDAGVDPKKRLHNDDGSLLLHAARSGTAKAVEELLLRNFDVEEADSFGSTPLTAALARQYPTLATSGQQVL
LRLLEAGAKVKWGATPLVDVECYINTGSPEENMKSGHTATYYDAGRSAYQVVVGGHFNGVHPPGIYFLSTHYRAWDATYF
DNNVFVNRRGHTCTLVGDTIVLFGGLRYAPLPRTHFNDVYFISAVNGRVTKPLILGEAPLARESHTATLVGRKIYFMYGC
SATAFMDDIVVLDMDSLEWSRPSVTSLKRPSMRFGHTATLVNDHEIWLYGGINRVVNVAGRTHLVSTDPDWHVFDTHTLQ
WRTINASVAVPASGKGSPAKLPTPRANHTATLVGEEIYVFGGDASQEINELWIFNTRTHVWRQQEVIKDFSGTGLTGHTC
ELVDGNKLIIYGGETGVIVRDNVACIETGVLSPASADMAKVWSEREETGDVEFVLPSGQTVAAHRVVLASLSHYFRDLFA
RQPPSALRKGSGEKLQVRLGNEVRREHLEIVLRFIYTDVIDVDNIPGFPPSGTHCAAPPFVRDLIDAAKLYAAERLGQFV
ARLLRQSMPFHRDTADYEPRSLLAFLNNIESDESEDDVEELVITDTSHDILQVILRYLYELADENPVGEGAFVTEETAVE
VLITAEKYGLDTLKLWCEKLIVEVMEEQNIPYFLQLGDTYHAPHLRRYCLSALSAQYDHIDAVLRAAPGSAGGVEEQIES
DELRAEVLGIVHERRRKRNALLADYEDVNDKVYFNTVLPTLADSRQPLGRASAVFGVMVGVAAAWAFLGGI         
>Acas_g1173                                                                     
MEHKPASAKRKSHQQAPAATTEDAQVAQVAEALSLAGQAPAAKVVCSSYHAWFLLAVEDQRVRQVACAGSIAVLLMESGK
VAWCKVGSDSSHPPLIELTLVGEKNPTFPPVKEVACTEGYVLLLCEEIAGSVANFAALTAGGDLYTWEPSTEPTKVEGLE
NKGIKSIAAGSYHMAAITNDGQLYTWGGNSMHQLGLGGGEKKTAIPKRVAALYGKPVVSVSCGSSHTACLTEMGRVYTWG
AGTSGALGHGQTADQITPRLVEELRDMTVSHIACGWYHTIAVVSVGADPNKTKLAKDISSLLAFDGDNFSDATVYGRGSA
RGLACHKMVLGRLPAWKRIIEENDAKAGLEAEPVLHVDVEDRLLPFVVRAVYGHPLAPDLATATYLQLAAVAKRLKFAAF
FEEVVATFGSGINADNVCRVWRELAHLQKRIPGIAGNDLGPNDDHGLAPLVQGDLARFHSPCFVMVIFNFEQKWSSDEEF
RAVAYEASQHSHKIESMIKEKTRHQTSRSVREQRHQDQADKTVGTSDEGAPTTMPEEVAQADLAGASAATGATTETTALP
DHEPETSNTTGSSMFEEYESTATAEEEESLSSTLAAFVDNERYADVKLVVEGRDIQAHKAILCARSSHFRAMFTLGMREA
TTNVIEVGDISYEVFATILRYLYAAEVELQEETVVELMISANQYVLLPLQEQCEAFIEQGLSAENAGYFLEMANRFQAQH
LKALALEYMVQHRAEFESNEEALEDLSPELLHEYRQKSTGPASPSV                                  
>Acas_g1175                                                                     
MATARPNVQNERVKQVACAGSTAVLLLEKGSVKWCRIISEDAPTQRLSELPAQTIASMGKIKAVACTDAHVVLLTETGAV
YQFSSVVTRRTPKPVLVIPSGVTQLAGSVYICAALTSANEIYTWQPAGGVAKPEKVNLELASGIKSIACGSYHMAAITHD
GQLYTWGTIMHQLGPEKDQLVPRRVMELDGRAVASVSCGATHTACVTEMGRLYTWGVGEWGALCHGDVEDQPAPRLVEAL
DGVTVAQVACGWHHTIVAVSVGTDPNKTRLAKDISSLLDPNGTENFSDVTLVGAEGAREFRCHKIVLHRLPVLRRLIKES
SAGGDDGALRLKLDGVPDHLLEHVVEWLYGQPLSAELSLSVLVQLATVAKRQLGSAQLQQACESTFGMGLNCVSVCQRLE
DLASFDVDEREQGRQQAAGDGVDADLSHLQLTATDLRGFYERCFTLIARNWDLLKKDRQPELRSLEALACKHSPRVAALL
KGDTRAAAAAVAEAKQSDAQAEAEAEAEQEAATDQEDNEEDGLADSLLKFVDNPLYSDVKLVVEGHPEVHAHRAILCARS
SYFRAMLTLGMREATDGVIQIRDLSRETLMAVLRYIYAAEPELDEETVVQLLMAAHLYGLLSLQERLEAFIEQGLTMENA
GYFLAIGHRYEIQYLQVLVSNYMIQNRGEFASEEGKQALAAHLTPEQIEEFRRKIACADKCIVHGLHRNHAALWLVCRFT
IEARNEADQVPTCGGERFEVKLFPIKLEKPTSEDASLLSPDAPLFDSAIASRLEKHGFLKGRVAEQKDKDGHPTGEGIYE
VTYTVPYRGIYSVEVTLHGQHLRGSPFTVQTHAELTADKPATTAGQHKAAGKKPAARRGRGVTAAAADTQSEHEGFALLP
PPSASSDASPAASLTTAFGGLSVSATPPMFTASTTPFAPSSSTTLESPPAAFVFGSPSPSTTSSSSSSSSPSSSGFSFSF
GQ                                                                              
>Acas_g1260                                                                     
MNVVGGAQEEVSAEKMGRCVRRVLFNQFVVQLPVSFLLQPLLEARGIAYSAELPSAVEVVLHLLIFLAVEEVLFYYSHRA
LHLWNYQRIHKIHHEFRAPISIASEYAHPVEYVVSNMLPLLAGPLLMGSHLATVWVWTAIAVTGTSNHHCGYALPWLRGL
SSPRFHDHHHLSFNTNFGLVGLLDHLHGTRHKPLIAHRRVDAEAELLLALAKLKQIKATEWKQGTTAETKQKAVQVLSGA
VANEEYRLLLQAHAAAALAPIMEQGGSTGASALVLSEAVIEHLLRRIADVTPQPDLPFAQKKFLAVKATCDHVANKGGIE
VVAGFLRRTPLAESKRQRLRWATSCLWIMATDLTRILALASCDLIPVIRDIFQDYIDTYARSNFSSRFLSEALMSMAQHE
VTLMEVIREECLPTVWRYLLYHVRCKTEFPKRPDVLKVYHPRVTKLRARGLVCSVKSLVCCSVRGKDGHGFKPLLALTFM
FMDKAEKRQFFIDADGLSLFFKELQENKDSALTILTAFNCLVFGVEQIYSGTAVVPPAIPEPQPDTTAISTTTAHLPEYL
APIRRTVVQLGSFAVWRDDKSLHDVTFSFPYEDNQTVTAHKLLLAGRSAVFKAMFTLGMREAQRTSEALLTIPIPNMSPA



TFNLLLDFVYGVHLEAAAPPAQPGTTPAAAGSASGPSTNGHQSAPAGGGQPGQRPLFANSSALDAAVAWLERSGVGQDGA
SALMAAAGQYEILDLEDACAIFLGGKVVASNVLNLLREGLLHRSPVLIFRCFEFLLDNMWSLFMHTATATAATTTASTPQ
PEAAATTSSSSSSLSSSSSSSGDGKQDKEEAAVADAPKLPPVTRAFSPLVRGILMEADCLQWLRGFVVRGMLGLPHVEFE
VVASAGPQSKVPRPDGAKACCLQ                                                         
>Acas_g1316                                                                     
MEDQRTLGEDEEQLHMTDEVEEDNQESIQQQQQQQPTDEAGEGEGDDEAEAEHLDEAAQQSSMVSAAAPPPPPPGGPPPL
PDWLQRSIAGLPPSASADRSDEAAPSSAAPGPAGPADLAAMLSQRQLRATVVVEKQVVETPQDELRRALTRRMSSKAMAK
KDEIADLVAKLNEGRFRTFDDLARLVQHAVRVQNEVGNIELIKVARWPLDLLNALKEVVAIIHTIRRNIKRTEDALREQA
NKGLVANEQAVSNIRDCVRLLRETGPSLKRATDLVVMREVSVPLHQEAALAKTNALTESCVNVVFELALSKYKQPIPRNS
FNLRYRLNHTITLLQTAITLCHEAGVEAKDKRQMANQAILDMQHKYADVLQINAISSGEAFEQAPPDESSDVDTLGTPGS
TASSADSPKPAPAAGASSRSTGLLHSSSGASSRFPLHSYISEVAAYVSGLKESEGAEKVVAELAREDNRARTPMEVAILQ
ADVRAVRELLSLCPLSASVASFFASYRNGEGNSYAHLAASLPPMASATAASAQPSLSTSSSSSSSSAAASILSALVDALS
AETGFLSANLNDRGETPLHCAAKIGNADAVRFLVHQGVPLLDKDKFGRGALSLLALKCIERVTVAPPRPANDRACGLPGL
SQYLLNASLADVVFNVRGTLYPAHRIILCAQSPNFKSMLENKEWKEAQNVEVRLEDMSPVAFKHLLEHLYCGDSAFVTTN
LDLALDILHAADRFLVDGMKDKCQYVLFKMLTLENAFLLYTRASLHSARMLREATAHFILTHYDDIAFGDEDPGWQLSVD
PYGRPVYVPVLAPPATSAVGGLRGSHHHPIIATAPPASLTQPLTLTQPPATSSAALLSSLPLPPGWEEGKTATGKSYFID
HNTQTTSWEDPRRRLLSAAPLLPSSGANAPSAAGAVFPAVLSPSVAQTQPSAAAVSSPIASSSASPSPASSAQQQHASYS
SPPVSSSPPLSMLLGSPGPTTAHAHTHAPPPSLSSGAAAAAPTGRPAGETRPRAGSSGAGGGAQLARGKPVWDTAKEQPN
CSRCGAEFSFFKRRHQCRCCYHQLCDTCCSLRQRVRAFGHDEPVRVCEFCHNHLARGDAACIPRVVPCLQEDDLQLRAIG
ELYDLVRTDKAHVEDALSMGLPITILPLLLSENAPLQQACMRLIAKMAEDGRAAAALIGEQRTMPAIVHALSTGEDDTRA
YTASLLAQLARHEGGAELVLPAMAPLVACVQSSRSQSMQEAGLSALRALADQAGAEPHLLRAGAVPCVVGLLSASPAFTV
LEAAADTLQLWCSRGTSRSSCVRXSMRGPVIEAEGARVLVGLLAGHPSIQSYALVALSGLASEPSGSLAIACEGGIAALL
HFLPAAEEWAQERIARLLITLAANREAADIIAPQVSEGLPSVVALLDGRNARLAQVGLSFLSTVVELPGDLREKCAPSGL
IEAAVGLLGTKEERLRMQALSFIAKMAGHESNGMVLINCGGVREMVSLLACPELPVRTAAIGALAALSATGSERVAAAVA
AVGGIGALVPLLASSHPPQGQAYAACGLANLCAHLICREGFHLSNGIQHVPGLLASEAGEVRVQALRLLVAVAGEPKVRA
RAGPCVPPLIALLADTEWMASLGPELTEQAALALLHLCEDSPANRALLLVHKGLPCAVRLLQSSRPAVAQAAAHLLALLS
QDEQARGGMSGTRLVELLLGSEEAGAAALEEDVCCVLSRLPLQEPEAARLLGAGGIPTLTARLSAALRPVTRRYALVALT
NLSLFPATREAILQAPALPHVLPYLAGDEAGPREQAVSALLLLSDDPAFALSLHDANGFEVVVNLLLGLGPADGRLREEV
IVVLLHVCEQDPPAWGTFVEKGGVRGLLLLAASPNSTAQRRAALELRDMASRPHLRAGLVEDGAGEALVSLLCASADPHA
REAACQGLAHLTPVDPRVCGFLLDFGASAALILMLQSPDPVTREAALVSLAHLTAYPHSAATLRAEGLLPALLAVLAALA
DEQRETETCGGAALGHASGALRNFLAADPAEHIADFLALSASPAPVALLIDLLALVTTSSPADAAAGGDGTPANEESREA
AAAVEVALAECLDRVCAHGAGRAAVLDLPEAQQLPRVLVALLGSRETGAQSSALSAAEYLSREAPFRFAFHSSPGVAEAL
VGHAMTDLRPSSPPGAVEVFVALLARDDDASPSSLAEEAQELVARLLASIAADALHRAPLCTAAGVPALLRCLGVTSRPP
TVMLHSATALAHLALSREGSEAIGAAGGVEVVLGLLREPCPDDAACALLTALSHLLPHDEREKEFVEAGGPAVLVSLLRT
AGRGEPLARALDLLVDITACAGDKAVGQSLRREGAVAALAALLEADHHQPGDRSSRLAAAADDDEAQLMAPALHALYHLA
LSDDGREEVEQAAGRHLHALLGAQQPQQQRTRGRRGGEEAASGPPPPAPAPAGGGGAAVVRRAALRLAYALGLSLSVHTY
TPADLGS                                                                         
>Acas_g2076                                                                     
MSSSFRYASSGPFNGETEDGEEEDEEAEEERCRIPRGKDRLTWLIENLAYHFEATKRVYGFVKDACTPKSCPSMTAGPQY
EYLWMDEVGYSRPTRLAACKYISRLFHHWCDLILLDHTFGPPQGCEELLGTVFRRLFRVYGHVYYSHLRKIVARRKEAEL
NRYFKRLVLFAWHHKLIPPSEMEPLQSLINTLLCIKPYCYLATGTGLVAAHAYRRATDGTYTVTYLPTEPGRFSFHFSSL
TKTKVVAEGFRVQVFPSLASDLIKVLTEEQFVDVTFKAGDTRNAIKAHKMIINARLKGFEILNIIDEIQLSSSVRETTFR
EFIKYIYTGYVDTRNMKNYMIAELLLMAKNYGLEVLEKALERMENGGHEEEGKNNDEDDDDSDDDDDDDEQEEEEELDDD
EDDDDDGDDSEYGVKKKEKGIEGLGYGSEGEGMEGIQTGYDGDEGYNDHSVHDDKENESDSDSDYPVNRKAKKKKEKRRK
GQQYHHQRSMSKTMKASTTAAAAKKTARSAINDFSYRDHGADFEKCINSWKFSDFIFSVYLATEKDGGRNVPVRNIYTHK
LFLFARSGFFRDLFNVYRDLRKTNIIIREDRAVVGPGVPTSEEADRSRSSGSGSGNGSANSNELVMSEEKKNFIYVPSYF
VFLVFLKWVYTDAVDLDLADSDHMAKLLDNPHVPRAEPEEEERTMSDLLFLARKFKAVGLIAILIQHKNQKEKKKREMQR
ASELAAARGGQQQQPHLTKKLSGGGVALDRAHKGGGDPTKSSQAHHRLKKKSGSKLKSGSGSRTEKLKKFIASSPSNLSS
GGVPTRYPYGEMTSSSTTQGTAAAASGSSAKVTYPYGEMAAPAPALSASLSPGHQPLRLAYDSDDDDSAIGLKKANAAAA
ARKSGKSGGRGGQSASGTASSARPRAETNSCEYRTGIMRLVASSNSPAPASPPLPQESPYVGLAPHTRPTSTSLLAPPPV
AFHPPTASSSLLRPPPTSFATSPYAPPPGTAAVSSSSDIRASADARPAAGQPSAATTPLFSLPAYTPAPFSIPATTIQQG
SAKVKAKAGPSSPRRSSSPPPSSSSTSPPYSLPHPRAVQAAQPPASPYAPPSSGGAYSPLLSSMPHAQQRLSPPLRGRAF
SIPTLIIEDASSPSSSSSSSATNNAGSSSTPLLFSLPQLPSASRVSAAQTSPRPNGHDRLAIPRRLQHQGRPAQPVAPPP
SSSSAGYSDLEEAPPPMIFTSSSPFPPPAHFNPHHHHHHQQQPPSAITHTTAAHALGAKRPTSPPLASEPPVASHRAQPS
ALLRSSPASTPSSEPPPSPRLVMSSSPRDTTASTAAKPKRSPSPAPSSYAPSATSVPSSATTAGLGSSPRFTSSLKSSHS
RNHSAPGLSSLDSGAGSGAAQHQDEAQVSFLKNGRVTLLTSLERKKTTTTKAKAKTKDGLKTSKKDKKASKDKAATADAS
LVADVKTKKTKAKTKTKARADVGSSSSSYSSGSTSKEGKATSMAEKKGKQLQEPTDKQQHQLSKSGARVNGEDDDDDVEE
EEAEVEIEASDESEDDGFDGVLHQRKTSCIVKEEDVRPGQESHLMKNNLKHNWRDSL                       
>Acas_g2207                                                                     
MGDIEPASYAFILFFLYCILASIATFQIARIVCYGRSHPFLFHFSMLLFRIPINLQFSTFSLLILFYAHIYYKTEKQWES
RRLPFTLIFAITNLAYLVVTIVAVSLVATEGTQGDWENKMWNIVSAIGFFMLVFVLAYYGLRVASLMREGKAQISFQPKK
SSNVQVVSVTAVIFLLFTTRAIFNVLSAVDTIGFTVESGLELNDLGMFALFFVWEIVPTSLVIILFWRIPSPRRQQALLP



NAQAVPFLVSAVNEKDRAAYSTDTTVRTSLFDNPQRYDSDEDSPNYSASPRFYLPANSPYSPYDTNPTPPSFFISSDINL
PVAIKIVSFHNVVVPPPKSPLEDLFDFLEEPQLLRETDAQEVYLTLQLLGNNGKPLIPETTVPRIHLREWQRLPIKYRDL
PLSAQVVLKIWSCVAPRKAFCIAGVSYGLFNKHQQLRKGKHKVQLWPIKENDESLDYVAPGKISVHDDELWRIEKLVQEY
KRGQVPRVDWLDQITFKQIAERINAQSVMDHKAHMYIEFPAFEHTVVFHERDNPGCANQANLNSETPFIEDRSNRKPHLS
DAASAAIGLAANVVSTGAELKFTVVHDPEALRKDNPVENKYLKLMRYNRGLLDKDLKPDQKERNQLKRILNYPTTKQLTA
EEKEFLWKFRFYLKNNAAALTKFARCVDWSHRKERKQAMKLISEWEAIEVDHALELLSASFAGINPLRRYAVKRLEEAKD
EELLSYLLQLVQALRYEKGFLSDEQILASQTEQQIIEPGLPTKKVSRTRDLPATLRRKKTSAGNVAAKRSLTTALSNIRK
EEEGAAGSINGGVMIYTEMPRLAQFLIDRAMKNPKLANFLYWYFTVEATQDQKPTAYGLSYRRTLDHFIAQLGEVEDGQQ
QLLYFSRQKKLIGELIELYNQLKASGKNVKRKVERLREWLEGYRSFDPFPHPLNPDIIVTGLIPEKASVFGSAMAPFKLV
FRTDTGGEYSIIFKCGDDPRQDQLVIQLISLMDSLLKKVKFDLSLTPYGVLAMSCNEGMVEFIPSEPLSKVLAQYGRNIQ
NFLRQHHAEDTGPFGIERETLDIFIKSLAGYCVITYILGIGDRHNDNLMLRSEGHLFHIDFGFILGADPKIFPPPFKLTY
QMVEAMGGEASEEYEQFKSYCCSCFIILRKNANLILNLFSLMVDGDIPGIADLGGEKSILKVQEKFMLDLTDEQAIKEFQ
DLMKSAVENMWAPLFDKGHDIVQKCGSNFQSFERDNGAVYTYGSGRLGQLGHGNKKDVEVPHLVEALRQHHITTVACGRD
HTVAATDTGEVFFWGNRVDFVGSGSVADAEVLPVRIESLAGVVIRQIACGAYHTAVLAENGDLYVWGEYQATKSCAQCNH
RDPFLVSKAIEGQIVSIACGPHQTIAVTKDHRVWAWGGGVLKNPTNGHADLHQFHRPTPVEAFDGYKVAQVACGDFNIVG
LTVHGEVVIAHDLDYFKKSRKNTASRGYGWGGFYALGDYRDTPLEVDDSKPHRIVATNVKPLFGIRMLQVTVYRNTAMGV
TAFGEAYTWTLPDPWQSFSNAVTSVKVDALNGIVVAQVACGGEQTALLADESTFLATQLRHSLDAPQFADLRIVIDGHQI
LAHKCSAVCSILAARCKHWQTLLSLPAAQLGGFHLDRDSPDGIDTLTFPSGHPDDGREPASVDAQHGKAHKQVFSYSIVL
ALLQYLYTDKLIVPKQFEKLATDEKKRTKAKQTEKHKKVEEDEEAEADETENQEDEEEAKKERLAWYRQLERAAKYFKIA
RLRRLCQRATRNRGFAVQVPSSSLGLDLRWLVEPQLQAFGVRDPHCDDDDDDEDDNGNDQAASFNSDHHTSKAPTDATEN
QKAVTSNLRFAEMQAAMKKIEEEYAQSLERAHDRYLGQMQQAVELYRSELSIEAVVLRTNHQAWARERARADASASAQRA
AEAAELEAKERKAREKEEKRQAQIRREQEEQAKKNDDDRKRAKQEELARHREEKAKEQVGLGGGDESDLERQMVQERGAD
VKFLLGGECLWAHKLVITSSCEHFRLMFASGMRESELGEVDLGEGVEAGVFVHMLAFLYTDSLAGVDANTAIDLIAIADQ
FMLPRMKSICEIRIQKDIDPDNVAYVFQGADMYQATRLRSFCLGFMAHHFDEVQHTETFAALPPHLAKEVRDKAKTVQRA
APNKPAPVPQAPPPPAAKIGGGGPAMKAGGRPLPPPAPGGGGPPPPPPPTTAQTLAAQQAIAAARAEFDEAAVEQAIEQG
VYTSAFNSLRKAAAAWVHVLSFVDANSIANRVGLVSHAFHALATEPQLWRRLVLRDFPASSSSADSARRNLYEGEPDGWR
KTFYAHRWLERSKRPRFCLLGHVDCGKSTLLGRMLLGLGQVTQQEVNRLRDAAFEWGKGSFMYAWCSDRTDAERQRGITI
EWHAKECTLSSGREIEIIDVPGHRDFNKNASIGASMADVAMLVVGAGHGEFEAGVSDHGWFLGGTNHHLLLAKSLSMSKV
IVVVNKMDDRSVNYSQTRFNEIKDEVLRIAGGVGYKPEDLEVVPISAWTGENVVTAPSSMPWYNGPMLFEVMEQVARAVT
TSAPGEVVAKRPVFGPTRVSILQRVNKRCTTGGGTDIAQKQEEVVKALVQWGTPTTSVATFTVRSIQRFQTPRSRAAAGE
SDVFAFGRNSSRAIPLLRRGMVLLAAAERAGAVAGGNALTGRVESLTVRLDHSTPVSLRCGSEPYFIIHSSAAPYRVDKI
LRCWDKDGQEVKVDDASDGKATVITVKVGMSTLLLVKPLGDVCVEPFVNNAAMGTVLMFDRRRLVASGRIETVQRLGSEV
ID                                                                              
>Acas_g2502                                                                     
METFQVYSFGSNSDGQLGYATTAKNIGIPALVESLQGRRRVKQIACGASSTYQLLENGECYAWGVLPGALVHSTTSRQIP
QLTGKVAKHISCSSSPAMYSTVVLDNGECLLSQLGSDFQPSDKWGSARQVSLLMADLGRICEAEELKGGHTLDEEECFYD
VKLRCAREPLKPALRAHKAVLAARCPAWHALLPQQELKTVDAADEEAPSSSSSSSPAAAADMWELVVDGMEHAVMVEFVR
YLYTDRVSPDLEDRLLVLLCVVAERFHLSRLQAKCQAYWEQGVTPANVEAKMALLLDEEQLALAEAAERVKEESEASTLK
NSDAPYHLVVFTRLRIACVEFLQQRLLEMEAMTEASGPANPHADAQREQQAVIRQNLDRLRESTGTLEHAQLKSLATDGV
DNSAPTTTTATTPPSDKADDVAHHVNDDDDDDDDEFIQEMNEPAAEDDELVDYLDEEDYAEVLRQRKAREEKRVRVEKRE
AQKLRAKRESEDRQEEEATRANHSLGADLGAYVGSARYADIVFEVEDVRIPAHKALLCARSSHFRAMLTSGMREAQSGRI
VVPEISSSAFSTVLKYLYTSEADVNEENVIELLIVCNLYSIQQLQEQCENYIESGIQLDNVTELLQMAHQFQTHHLRSVA
MNYLVGRLKGDFSKLEGFSELSQDIQDEFKRGIPCPGESLIKAKSGGFQGKRFYFVVISRDFFKKRVLKGEEKWDIVVQF
EPHPTDSAATTTTATADQAASNAGSAAGGGDDADKGDDKADDVADKAEAGEGHHDAGAASSSSSSSSGSSGSSSDAMAKL
FDFGLHSGTQRGRRPAGRRSHAGGIPLRGRSDKHRTASSPLLPFSAPLGAAAAPAAPATTPTSPASPVSFDTSPASVAVF
ALIALVFVFVLYHRHHRVSSGVALAVIVALAAECRHRDDQQPTKEPAPSTTGAGFIRGRRRVKKSVSAEVGDAGHAQASA
ASYFAATATTPATNEEEEDIAAAAAIARRSAGDEEDRPSVLLTSNSDGTYTASFMPYKLGQYSISVSLNGTPIKNSPFRV
RFEKPIFSRNCRAAFKGDSGSGVITAGKEATLIIQSRDINNRPITVGGAEPGFRVCVYLPSAKESTVMSSNPSFYFNPAR
QGLSDKGLTDVYVRDNKDGTYTATFALRRSGDFLVDVVRHEISDKMRLPIFGSPYPIACFPAGAHGPKCEAEGTLSLHPC
DGLVSAVMGKPASFHIRTFDRYANRRDVGGDTFVVRLIRRGAVPLVRNEEEEREKEEERKREENSKKQNEEKCSPGGMMS
LSSSTSSSTSSLSTPLTPEQQQQFEDENIDAAEQRRGDERKNKKQELAERKRKQAEEWRQLDALLQQHELVRGVVTDEGD
GTYHATYTVPPDIHDIALRNRAALEAAAAAATTPDATSSSAEATSSGAEATSVAAEAAAEGDGEAWPQEYQLVVTLLDGG
MVRDSPFNLLLLHEGFVFDDDHAGVGSAHASLLGAAATIGASTPRGLASAENAEPTTPRIAIQRVAGGDDNDAFLRGLKS
DESENDDVEDELKSDDSENDDADEKNENGKNKDDESEDDDNDDVQSKRVVRKVMTKKTGPRPRPRTLSSFAKPTTITTPP
SFSPPTSPRAAPTSTASAPSSPFRLPSSSSSSAPSLLLPATVTTANPAASAPPVPLLPMPALAPAQPSFVPASPGSPFST
EIFSTMFTAHMELMQPDAATFSFSPSGASASFLPPAAALPPPSFSFSSSPAPSSGSSTTTTTATSPFTFAFASADVSSST
SAALRMPSTPPAAFSFGPAPTTAAAALLPFFGPPAGGLDGTPADESDGEDSELSSGSKKSRPGSD               
>Acas_g2571                                                                     
MRMATFFSAGFGQYLESGEFGDVALVAAEGGERFVAHRLVLAYSSAHFARLLLPQPPSPSASAPHSSCPSSPSVSSPSSS
RAPSSSRCGSPLASPTSPPARAANRSVSSDGALLGGSSAALVDGDDINWPKATKKKKKKKKDKDKEKEKRKEQRRAKKGK
ERALSSGNDSTEGSTRDSGSSLTVAVAAPTVPVATTSGGHKVVGEGAADKGSGTASGETAAEGGAAQPQIPAPPPPPVRL
ARRATGGSTSSGSVVLQRPSAQTLKRSNDTHHHHHHSHHANGIAISRSLSGSSNFFGSVRRGGGGGGGMKTASGSVMTLS



SFGTPRSYSSSLSGEGAALAGSDLTTHTMDEVIYPSSSPTPPGTAGHERQAAVADELPVIQLDFPDPNRIFPAVLRFIYE
GVIEILPENAIPLLAMADHYCIEILKKLCSDYVVANIDRENALWMLERAMLYNAEEVITTCVNVIARNFSYIYNANYNIL
PYRLLVSILEHPCLAVKALGEWPLFQIVWDYIKEHKDLTSQEQYRLFGTVRYRWMTTDELAQTQAANIVPSDFIIEALMA
RLKEAERDKAEEVGMCAEQDPTSRRLLPRPSFGILFDYAYDYDQKGIIFWIATNRGRGDVPASWFAIDLGPSRTLVPNYY
TLRHGGNYKADSLAHMGSTSAGSSDGKTWIVLKRHTNDTSLSGPFATHSWPIPSVTEAYRHFRILQTGHNSSNHNFLVLS
GVEFYGELYES                                                                     
>Acas_g2583                                                                     
MNGAPPHNPHHPPQALLDDVEEEVTITVEDVIAGLADADKARRLDMFRLLHEAVSGDTRKAVSVGRTDAAWHAIHQAALF
RPSWDGDQPGVDDLICLEALSCVWAISAHEENKPLVVLYGGVDAVMLTFNKIKYEKGHPNWADFLQTMSAIIQNVCESHY
DSGKKNDLHGVLVNKGVIEFLHFMVGERVFRRREDASNELECIKFLLCLTIGNLAYNRINRALLEEIGAFTFLRNCIRDT
KILIKNSWRTLQPFVPLLGLVRDIRQGHNDPLWAVITLAILCLEQFSSKFGERARHFLWRTFALNDSPETLRVLLLSPVI
RRTENEHLLEALLSLCKNMNLNVDQLTHNKDAVAAKEHMEKDLEDFGMLFNRREMFPDLVLVAPRHEPSSSTTTLVGEVS
AVRRPRNVTAAAHNDSSGGGDGEGLIYCHRAILAARCKVFAALFLRWEASDDEEGNDKESGEEKDNGSTASTAASGGGLE
LDDDEEEPKKRKKKEAKATKKKATGAKDLKKKRKRDGPPEHKHIRRKKDSQSNGKGDLQRLVVQDVDFDTMHKIVEFIYK
GRVELDESCVVDVLRAADIYGLDPLKSKCEAFLGDSLDLDNIAKLLEIANIYSAWHLEKRCQEYIRFTYNGHFARVVESA
LFVDLFERMPHYRESLAEVCNVVSFVPSVTTSLVAPARNATAC                                     
>Acas_g2896                                                                     
MATKDYKIAIGGPGGVGKSAIVLQFVTGNYVSEYDPTIEDSYRKQFALGDKVVMADMLDTAGMEEFSAMRDQWMRTHNGF
IIVFGLDSRSSDDVDHRQVESAEAIAMARRWNVPYVEATAKESVDHIFAHLLYDMEAARVALATAKEKEEPATKKTEANK
NSTWQQDMLALVNEPSSADIRIFIDHQGAVSGPIFGHSMIIGRQSPKLRELFAQAKQSAGACGVGQAADELPAVTLSHVS
PAVLQFLLGYFYSSTLALPSFLEPQGQAVIAELYRSIGGTSDAPKAPEAADSSSKSEGMRRAWKLVRRVYKSKRPYSIIL
DPVDVASTATVGPESVAAIMPLLQRVMAQGVSTAGAAHLCALLQHMHAFAAAYEISALQEFLDQRLAALNLLSECGKAMD
QVMSVVAPFFEEWEAVKASSATPASAYFARFLELLARHGVRFVFEMVRFVKLLADVRGLMGADVMRMLTTLIVDRADAVF
LRLSLALVDLHLARTAHEGETEQASAEYVTRLLVQWELLLDPLAALLDARQSGGAVTAAADGDGDAGATASEGDEAPAAA
EKKTKNLEHTLNLRKKEKKRRAQSPDEQAKYFRSYMKTGLSSLKEFLPELREELIKHATGKPTTLTRKHLPTFFNDLADN
LCKWSKANKHYNEAMHHPNLVTAAVEQLVAALAYGREAEKHIGRDIHAVAQVVLSDELREILIETGVIKREYASEADEQN
KPGLLANGKEKATATPKTEEPEIETSKAKEVAKADESEHGATTETSKEQEGGDRAVAEAQPDRTKAFLPRLGIEAESDLA
FVVEGQRIFCYRAVLMGRSQHFRISFTGYMERYTKEIPVPDHSCAAFAAFLHYLYYDQLPHLDASDNATLVGWCDGQFRV
ASPLSAGDVLLEVVAISDEYHHEHLKELVLGQLLPFVDVDNVVFLHMMAQLYNATDLRNKCVAVMSDNFEKIHDEHFPAA
LKVLQGVVPQEATASEAEAESSSGHKEDRIELDEATAQQLIKGWEERRKQGLPVSGRKAELVQRVIDHLDSDSDSGSPNK
EDDSENEDEEDEEGDEREKEEQKKKAKIKQPANAKRSSKKQQESEDEASDTDGTVEASGDDDEEDEESDGEGAAPLLTLG
PSTTESEEEEEEADQESSEEEYDFEPYKVNPGFQKLLMRIGGVCESVADPLPMRLIDQFEQQLRTNLGKHVRLPNDLRQL
YRFCNGLQNEEDNFTVCPLVDVGDGRGGPMTHADIFGPGHCGWLDMAEDPAWIPFATGSMEEEHEIFMVNANLDSESYGH
VMLLIRDCFDDGERVEARSIYSMMSKRWRNVC                                                
>Acas_g3311                                                                     
MEAPGPGDSNWTGGGGEKSSKKKDKKKDTEKKYFTVKNSKAKSSPAASKKDKEREKGERDERITAKNRGGSRDEAEAELE
PDESSSASTTSHTVHDELDLTLDDLSTGSDVEVIEVPIRAYEDQDHWAVVACTGSPPPSRNKHTAVHYNGSLYFFGGDDG
NSRLNDLYQFIIAKKEWRKVATSGNPPKPRYYHSAVVEGPCMYVFGGYTDHNHNDTFQYHFGTREWTQLECAGEVPSQRS
GHNAVMHNGAMYVFGGYDGSKRLNDLFKLDISKREWEAVESTGKAPTSRCNASAVVIEGSMLVFAGHSGVATNADLYDYN
FASRTWSQIECSGDAPSKRLGHTSVCNQDHMYMFGGTAANNFCNDLYRLNIQKKEWVLIRTTGPTPFSRCYHTAVVVDTV
MYIFGGAPPDAHPLDLYSFTFAAVDPPCTLSDDMGAFLEKGELADVTFLVDKEPITAHSLILHVRSSVSLDNVIAVLKLV
QSDKGGVVSAVVKEFSIMFVLRHYQDVIVQQAFETVGPALLVEIMRLYQQFTATKSSKYQAAAAARPVEIPPSKLADDLA
RLRRDETTWDFTFYVRGKPLGAHLVMLLARTGFFQGALRSTMKGGDLHTRQMAVVIGSVQPTPEAFASFLDYIYTGRVDT
PPDEAVYLLTASGFYGLTNDRLKAIASKQITQNLHRNNILRVLEAASDVGARQLKHFVLEQVVKDFAHLMRTQADQVRQL
SKALLIDNMTSLALTMPPSSSSSLSSSLSLSPSASSSSSPSSSSSSSSASPSVPPAQSGLGSDSSGTRP           
>Acas_g3432                                                                     
MKQQLPYAKELDDPAHGDVQLRLNGDSCFYVHRFLLKASSPVFAAMLTNGMRETGSLTIDITEEPDHAPAFGQLLSFLYP
YSHIDITDNNVASLLFFSDKYQLAPKLKQECELYLITQRQSWDLLLMAQQYGLHRLLDQHVEWAAFRTTGLFRKEPQRLD
QLKKSTLKKILLQRG                                                                 
>Acas_g3433                                                                     
MKQLPYAEQLKDPAHGDLTIRLNNQTNFHVHRFLLKLSSPVFEAMLTNGMRETSSATVQIVEEDSNHSHAFGQMLSYFYP
FCRVVVDDDNALALLHFADKYQLPPKLKEDCECHLTRQPRSWELLLTAQQYGLDRLLELHVSQAVQWNKLQ         
>Acas_g3527                                                                     
MEAEVAQSRWVSVTHASMTARIGSEEAGAGGAVWQWLKPEVVSKKAAPGGGGGTTRAQELDAWRSTRRADAGVKGTPPSV
RMAHTASALGASGSEVLVFGGLSDTHRTLRDAFLLNTKTWEWTSVEPASEQCPAARAYHTASVISGNRVVMIGGESMEVV
ARYYHANRTVDLELNAVDVFDLTTKTWTSVATTVSPRKQPDSRAAEATPQADDFPQRRSEKPWRWEAIDVGTHHTLVSVN
DTSVLLFGGKDYKYTFDDVRLISPDFKEMDFLEPAADSFPVPSLFGHSAQQVGSQMVVIGGKAFNSSSTEIYVFDLHHRT
WKRQATSANPENYLPRYYHACCVFGGNKILMFGGYDLDWGCQNDMAILETGIVTSGLVTDLSRLLKQGTLSDMTIRVRSS
SPAQDHQIAAHRALVAARCPSLFELASSGPHDERGCVVDVEGDPEAWTHFVHFLYTGLFADRSGDDAAFAEECGRSQVKK
SLTTDDTEVVAQLLDINARHPVVGLADLLVESKGGAPRRVLPEREVIHSETLPPLVNALHDMLKQERQQKQQKAKLQDIT
LKLQQNGGDAPARSAHRFMLAARSEYFRAMLRFDGHESNEEVRLLELSENVSPQALDVILAFLYTDRVDVGHLEVDEALE
LVGVANEYLLGELKLFVERFVISSKAVDEENVFFVLDTSEHFDAHELRYHCVGLLAQSTNTSAEFNQQLAALPPHLQAAI



RERQD                                                                           
>Acas_g3679                                                                     
MASLEELRWQAYAMPCSGSASTTEQLEEPVASLQNAMKTLLADPTFADVTFEVDGEEVRAHRSILSARSPTFKAMFTSGL
SESAEGAVIKLDCNKRIFEDVLKYIYTEQVTLTDVDTAIEMLGRAEEYFLPGLKKECESILLKQYLTEDTATSLMVVADM
YRTPALKKACVDFILRNSRSVNVAELDKAMLAELLVTACSITAPGPHRPPHDRPLCCVGHHDLGHHAHSSRVRLKPPTAP
RRRRRRRAWQEM                                                                    
>Acas_g3922                                                                     
MRRYWSERKARGYARGGVDDDGAGRRFTGPQVGVWQVFVRTLQGQLLTIRAGPNDTVEALKFKVWALEGIPADQQRMIFA
GKRLEDGRTCADYGMSDQCTLHLVLRLRGGGPGQESEEEQRRSQLWPAPDGAEPTTTNPQPNSFGSMAAEAQARKGDSMY
AGRTFMFDIKFGVLDEVDWHRLKGTSLSSSSGRPSATLELQLRSGTVNLKTLTITTRDMTIGELKDTISARDHIERSAIE
LHDYGQAGLWDDDKKIRMVTPFFHPQVSHDGLLCLSRAHRERVWQLSDCQTDPSEFTLRTLHPANHTPDPTSAEGIELPK
SRLINHLSRLVNDLDALPDVEFVLNNGEDKVYAHKSILVGRSPVFRAMFSGHDPSTTGLTQVPIDLPEHATAATFASFVR
AVYTLAYDEPTASPDVAHEGVVSLAQEFGVAVPTDPAARQSELEVAQLKLMTDDQFKDVTLVVGGDKLRAHKYLLMARSK
YLHTMFTSGMKEGREGVAEVELHDIAFPVLQHILEFIYTDKINELPENLAELLMAADLFQLARLKALCGKALAEALEVSN
ASWLYEIASRFDAEPLRQAALHFIMRHWTDVAATLDVAAEPAHVLNCCVFLAGGLVYAVALWRSLPCALVYITGIYAFFL
GSCFVLSFELAQAVQRSDRTVVAVFTSLLSFLFAFTMPRCYKAERDFVGELLEERRQLRMWEEVSVMVPITAALLRKFDL
HLLAANKTLGGARGLHRDALELLGQYEKEEQQRAGTAHVGLRSLRVSAIHPRPQGMQGLLAPFHQLRSLSLHVFIKPNDL
RCLRSMPQLRSLDLSRSSLCDQGMTHLAIRSLEELSIAECTMATDAGLLALTQKKGVLTRLRVLDIARTKFTPAALITVS
DLDDPAFLRWTQVLRLTHLNLHATRVTGASFRHIIGMKHLRHLDLSGIFSGNQCSHHEVLAAPRLEYANLSYTLPRSGLW
RRGHIRMLSRHLRVVVDTKGINERLLSPNTHRLNPRATPRKTSGVCQALAKGVRDGDDDLVDEAVRVLNRSLAPSVNLYD
DSQFEPRFADKTERYQHFQYKAAVGRQLLEHFLRVYDPPAFRPVGRATCLPQRLASELHLFQRAHLDYFRLRRQGRLVCD
GPTQLAHHVLSADLCNLSPADVEELTKNVMVCLAESFTRLRADDGSGSKAKASASLDLKNLVQRREVGSVERAVRLLARL
VALANASAHARLIEIIAVDSGGLRLVVDVMWHLGLAGDDTALCLVCLQIVAGLVAYETPPAHLLPRAWLGQVAARQGSDA
DETTRAARVQEQLAANRLWQSRLCKAALLFGATEPGISEHVLRAFPIKLESLSVSGLGHLVISNLAHYVRGRPAPCPLKS
WLVPFDSSYSLRPLIKTLLESTSHDTVRPDAPLAFHALGTENALRLVLAAALRSARAAAGFGRAAWARERQIEEAHAASV
AQAWAKLALNDHHKPEPNFWASACTPLAAVCTTDDDWVAPSTNGVNAAVAEVCDQFVASFVEAGGVALLVEVVERECAES
QRTTRCDGRRIALTLARVEELYEARYRYRGRGVGRRSAPNWSWYELQLRWERQRKIALLAAALLRTLVAAKRDDDNDMEI
GRHVDGSTIAQLTSIEPGPGMDRLLASARSLHALGHTGAVAAAWEDDVGLRPYLDLRRAKQANEAHNRLRRLKKKQERKQ
RNHRPA                                                                          
>Acas_g3930                                                                     
MREALGMIRFALFTTPQLVEVQKSALAVRLLPEGYFLRVYAHKLELQQFPTTTPSTATASAEFMPRTPPPAGPHDSNKTV
VIGQVITGAMDQSFLWRIHQVRETLGLDDLLSTATRTFRSPSFALDGSKRQFVLSYNAMERSLRLYVARSRAVSDGIRGD
AQLPELVDDSDFPSGRRTTTHYVAVVHPQSSHDSITQEVTPQSAALRVALVDLTSQGFLGRASEDSSSDLLLVRLLSVSL
PSRSAPASHLTNAINEEGEDVAVDTNQHAGDQLVAQKEENGQGESMIDFMHFFNSGKLADVTLRLVDENDGENEDENENE
GKSESEGKVQGRVVVKEVKAHRLLLCCGSDYFDSMFGSPWSEALTNEVCIPLASGADDSCNPTGVQLLEKGEVGMFTEMI
ASFYGKTITPDESNVLPLLKISLRFLAHALSESCLAWLKEAADVEQLFSLLLRANHLNLPQAQDCLMNRLASEFGGMVHR
GQMHLFEQLPYEQIVELTQRDQLYTLSEYQVWLVVSHYINTHGQELHESEVAYLLRMVRYPLLTSVEILQAALAFRLAHH
EPLPSSDVAYGQGATRPRSRDGLWCFTIPGIERLLDAEKRRKIQRKEHKRLEEKARNPALINVYYSTPTSSSNISTNSPS
SRQSKAKRSAGGANSVQSSEAFVDREGCSWTLRLVPEFRQGQQFVSLEIEFYPPASTAHHLLSRHRTGAQPSGRIEEAQL
SASSLAARFGMVFAGRVILQFITQSPFQPIKREFPFAFRYPNERVAYTQLFTIGDLRSLRLIDDAVAYPGRDALTIQFEV
RLDPRRSQPSSFERLVTARFRHQPPRRSDDGAGSQYQHEPAAAEEAEFLCEVVDKTQLPAVLAGYGVLPDGRGLVVVVGG
RERRDAHVDSLQIRGAKAEVDVVLVDSRKRVVAIEHRLVFATISANHACYVLVVNTRDRATLLPHLAPGDTGDVDC    
>Acas_g3967                                                                     
MQNIKAVVVGDGAVGKSCLLISYTTNSFPGEYVPTVFDNYSANVMVDGRPVNLGLWDTAGQEDYDRLRPLSYPQTDVFVL
CFSVASPTSLENVKSKWIAEISHHCPEVPVVLCANKVDLRDDDSIISRLRDRGQHPITYDEGAAMAKQIGAAHYVETSAL
TQAGLKNAFDVIMRVAMGGERASSYKGKKSKGRGKGGKSAYDAKPALIPPVLPKPTHAPWTNIQTSTFADDFKGLLESSA
EADVKFVVEERAVKAHRVVLAANSLLFRRIFGADGAQSAEATTAAAAATVKAKAKQSQSQSNKAASKSKSSTSAKKKGKG
ADDKQQQQKKKTKKNKKEKKKEEEEEAKVEVADTKGEEESKEADGGEESEKDPVLTCDGHTYERTSIAEWLQTHSTAPIT
GAELENKALIPNHLSESESEEEEEETETQHRADADPSVPPLHRQINAGQIPGFSSIHRGRTSGGGEEGVAYTIGISKRVS
HAVFARVLEFFYTGIATIRDKLDGVQDLLAAAELFGLEHLATICRNVMDDSEFLNPSIGTWLNDEAGAVAKQLFLNRPLF
SDVAFEVEGKRIHAHKAILMGRCKVLAAMFSGLFVEDSLETIPIGDTSLESFLAFLEFLYTDHSPTLREWRLRRHSHPRQ
PLRRSRPATSDGIEKADIDVVGLLHLAEQHNADQLVGFCRHFIASNYQPMSKRPEFSTLEGENLEYIEANQWPPKSYLAE
LAVYEKAIKETDKDAKYSTRAQDRDQR                                                     
>Acas_g4071                                                                     
MQVQESHAAQRAKEDGVMWAWGSNAYGQLGWAPTPTVRQQAKPSPIVLECVGARQVVQVACGLYHTVCLTADGLVFSWGR
NVELQLGHAGPKSSGAAAAAAVQVDAAQVLEGLEDMPVQQIACGRYHTAVLTTAGAIMEWGWGEQKAPRLVEGLLGLPIR
QLACGVYTTIALTSDGQVYTWEARKLGQAGYAPQLVEALQDKGVVKLACGLWDVMALTEDGEVYTWTDHSWSPFNSNKVI
PSLVTALSGQGITDIVCGKAFSVALTDGGDVWSWPKGREDEAKPMEALRDKGVRMLACGDTHTGGPCHDECTVFTSGLND
YNQLGSVKDRTTDEPSAVDDLENMSFCQVACGGYHTVALTGPWMGLSSDLVDDLAAILHSGQMADYEFVVDGRSFPVHKI
ILAARCSHLALAETDTTTRVEMNDVTAEIFGVFLEFVYKDRCRVSRANGKALLSLAERFGVPRLARLCHNALSSTTSRGD
TASPLERLGNELLQVLDRPQLSDITFLAEGHRIQAHRAIVAARCPYFKALWHAGMRESEERELSVGEIEAGVFTDVMKYI
YSGQVEFNPDTVVELMAAANQYQLVQLKRRCEKYIIQAIDEDNVEVRANHDL                            



>Acas_g4117                                                                     
MEDANVIKIKVIAAEDLYVDESKEALRVVHGQSVEFRIPKTIRLLKLKKRYCEEYNLHLDGANTSTRSGVQFKFGNRTID
DNDTVCPSSLPRPFTLFFMHRDADERSFVCGTGGGQCGSLCLTTNDVIKVHHTPEFHCYLNSTSVPGKTLQSDMRELYLE
AMRSGGHGSTDVVFNVGKEKVHAHKLILTARCEKLRAMFSSSFAEYNEQKTGEVAIEGHDPSTFRLMLEWIYCDNVQMPT
TAEGCLQLLALAEEMLLFPLKTTCEVVLMSHISKQNAVTLLICADRYHVDFLKQKCKQYIMDHYDEMLREQPEFEKELCK
VPELLVELTRSALSREEPRRYVVLETSIGSPSTGRGEKRRRGN                                     
>Acas_g4129                                                                     
MEQGTGAALADGWSSFSVDNVANPALFYTHAADHLWSRDEPPPTAEFITNALNSLHTRLHYAVEIEDVEMVKHTLQTEPD
LLKFSFKWRGTPLHVAAVKGNVEIMRLLLNAAEANEPSALRQQLTSPASFGRTPIMIAAANGKSECLRLLLEEAKKAKCE
NALKLTDDLGMSPLHAAASTGSVECVTVLLEYGDDVNERHDDMSALHLAAFYGHVDMLKLLISKGCQVSWCSRRSGETPL
HRAAVRGHTECVRVLLDSGAVIDAKDSMGNTPLHQASFFGRIDCAGLLVEAGADVNAKNSIGAIPFSRTNEDLKLMWRTP
RITGLHPGPRHGHSATKVGAKLFIIGGSSEKEERVDVVVLDTDAMMWYRPTVKGDAPASRSFHSATLVGSKLYLFGGSND
SHYFNDLFIFDALTMQWSAVEAKGDIPEPLSGHSATLFGSQIFVFGGYDGQTYHDQLYVFDTQTLEWRKQNPSGDIPPAR
AWHTGNQVRTKIFIFGGTGASAYNDLHILDPGVMRFYKQSVVGQPRACSGHASALVGNKLFYLAGGMFDSGLDDLNILDT
ENFTWSALKIGGQRSKWTMANFSGHNLTLVGSSLYCYGGYFFEKYNTTVRVMETGTRTTLESDMKNAFITNDFADVTFRF
PNEDNALIKAHKIVLASRSQKFRDLLQGRDEEGLTIDINDIPRELFQVLMELCYTDHLTSCPHRAQQLLSLVKAYIPQSY
KRTLACLIQKGKVASSLGDDLRQNALGSPLFSDVIFEVEGRDVPCHKVVITSRCPQFQAMFLSGMRESTAEKIPLDLHYP
IFLMFLEFLYTDDVDFTKVSPDDVIELLGVANQYTLDQLTDRCDRELQKFIDFENVVVLFQAASLYHAERLRSSCVKFIL
RSYDKLEKEGVLEQLSEDVVEELNLLKENMDTDKYSSSLQGPVLPRAV                                
>Acas_g4592                                                                     
MAEGAVLGLSDSVDQQILQAVVQGDVQELAILLRNFGKDPSSIIGKKGRTPLHFGCLNGNAACVTLLLTIVQTVDSEDAK
HKTPLALAAKRGFNKVIELLLARGANLNTRDENGNTPIHQASYHGQKATVELLVKHGAQPNVPNDIESAPLHFAAILIKA
SADVNSVDPYNQIPLHLAARTGHYDCLQVMLEDGAEVNAQDMEGNTPFDWADDYGHGECAVLLWRRGAQIKTQTGKQTMQ
WRRPWGGRERPTMRYDHAMTALGSSIYMFGGYGISPQQEGYEITPQEGDEPMALHMSDLYVLKAEGELQSLGTIATAEDR
RDHSYALDLRRIGENLVVAEDGLTVEYVVDASVLSPSKPAVVKTSTPIRRIGDETLFYFEITVLDQGLKGYIAVGLTDVN
YPLNKQPGWVKHSYGYHGDDGMAYHNQGSGIPFGPRFGTGDTVGCGLIYETGEVFFTKNGKFLGVGYSNAQGKELFPSVG
LHSSAEKVVFNLGKKPFKFNFEAEVVEWTALNPRGQEPEGRSASHLLPFGSKLLLFGGYSPVDFFDDVHVLDTDTMVWSE
MATKGPLPRYRDVSVSICMNKLVVFGGRSASRCVNFVYFLDLATWEWENVTAKIEGDGPRARMAHASAVVGDKVYIFGGV
TAEKQLLNDIHILDVGRMQWSSPQVYGRPPTARQNATVTPVDKRLYVFGGWDGRRQHNDMHVFDTERLAWYKPHVSGTVP
RPRNHHTAAALNVDGRQQLYFFAGWNGRGYMEDLDCLDLQSEESEELLSACNQPDFHDITFWVAGKPIYAHKVILASRSS
YLRSMLTTGEDAMACEEEQRGAWEDKSEVVLTDVTDYSVFLAFIHFLYTDIADATTEMIGALLAVTEKYGKEHIERMSEY
LILTRLKTPSSLYKNLRWAFNNPRFSDVRFLVRERTRSEREEEEELFGGHLKGKERDADSPATAPTAQRVYGHKVVVCGR
SPYFKALLLGGLKETSQEEIVINPSDDEGLGDDMAVEGEFARGRGSFDAVDAVTSSAIRYAIFTSLMKYLYTDEMELEND
EDRLDLLVLANLYSVESLKKLIEDDLMQSLDFENVSCLFALADTANALNLRRKCLHFITENENTLQGIKLTWSYMDLSGE
LKEEIARFWATRQAQ                                                                 
>Acas_g4714                                                                     
MKPMTNAFGPGTTGSSLFSGFGQPAATAATTTSGGVFDFGAATSGGFGQPVTTTSGGGFGGFGSATSGGFGQPAAAATTT
SGGGGLFGSTTTTGVFGQPVATAAASGGGFGFGAATSGGFGQPAATTPTSGGCFGTFGAPSTTTPAFGAPAATAAGHFSS
FTPTPERVNVARLFDRRDLFPDVILQYQGQDIYAHRAILALGSPKLQKMFDDHSTQPPMMQENKPVYLLDDDIKGLQLTD
VSRIIKVPMQPNPPLSSTTYHTSHRSATRAVFDADLPLARLVQIALVAEEFKMTSLSSICQTLCLHKAMAETSLEPILET
LETAHQNGLVELKKGIMTFLKEASSNLGATVDEFMRLDKDLLAEFLLHVTGMLNPSTPSGAFDFGSSV            
>Acas_g4928                                                                     
MSSWLSSSSSSSLMFTRVETVVVSARVTGQRVELSHRDFSGGQAGGGVLSPEVVRDVLAKNAHTPVVVLVLRSCKLAALP
RELGQLTFLHELDVSDNLLTDLPIELVALTNLAKLTLSGNKFKELPVFIGHLPGLLHLQVLGMPTLTTPHNLLRHGTEAI
CAYLRSSFVTLEEKQGELELHVRETFNVAKHADICFVVDGEPIHAHRLIIGLRIASPIFESFLASPNKEHKIEGVGAETF
VRLLRFAYGNGLYDSLKSPLENRAFLAMLDTLQITTFGRNHPPPETQQGTTKRRGKQKRETRAEREMRVFAEAQARRAAT
ERQRELEAQAERDKAERQARVRSEQAQADELAKKAQVERERQAAAATAETAAAAARAASGLLPPGTLLNEAFLRRHGWFA
DLRVRCASDVRGGGGGESEEDEEEEAQVENETGHGVFVCHKFLLERLRSVVEKFFGDNIDHDNVLSLLHLADHYQAYHLK
VFCTSYIFKHQDAITSCVVGNS                                                          
>Acas_g5029                                                                     
MMGDQHDRGDHEGHNYIHAIDDTNFMRFDSLAVRALGAGLSWRDEDAIEDDIFQCAVMGRHERVRYLVEVKRVQVNQRDK
WDSTPLYYACLAGHEPLVRYLLEQGARCEENTFDGERCFHAALTNDIRRMLREYKAVSRTHDPFSDFLRNSFYYHMDDLS
ERPDDERPPHSDVHFIVNGVHTWAHRVVLASRSAYFKQMFRTRWQGKRRVLLAHPKLDADAFKAVVHYLYNERLQVPRIL
LDETEAMVKQCKLWDLHGVLQREIKKQNVGLPLPERVVIELADIYRSTETQRTGPTPLQSAFGQVAMRSIRNAFNESGDC
DDDDDDDDMFEDIVFKVEGKRFKCHKFFFCGRSEYFQALVMGNFREGEGNAAGDNTPGSDREDDADVSVDHDSPATRVTR
ELELSDVSADAFAFIVDFMYTDNVTNALPFVQELRRRRATTTMTEKNEDEGNEEENESESEKEWHLVYEVLQLSDMYMLP
VLRNLCSMLLSQYIDLGNLFDLADLAQLMGLDRLEEPIIQFMALNLEELVRQRKDTFSEMIRESAYSIANRQATDSIPIV
DDIRSALDRMFPTDDLEAAQTYEEDDDWEDWEEDNPDGDDDRDAGDDGEEEEEVSMKSRVKARVRRNDRMVQEEEGDEGE
DGERSAGKVPDERSNAAWTRYQYVVAAKNRKLELLDRLIEELGLSG                                  
>Acas_g5239                                                                     
MESRRQRAGKNFYFEFMERPSYYFVWGEGAWGKLGFGGSHDYCHPPDQPEPRQGLDQQLRGKQIVRVACQKRHTFILTEE
GQVFSFGSNPPGLDILGTGSRMALTQDEPKPTHQQSRLVAKAIAASSNHALILAHSXGGDVLVWGAGEDGQLGQGDYSSV



STPTFCDALRGKRICQVACGSGLTAALSVDGRVWAWGQLLQWHLTPTLVMDADDRVSQIACGANNMAAWQGPLSPFMESV
RSQVANVADPSTLLSTALRSIIDKEEGSDCCFLVGDTEGDGQGRRIHAHAIVLAVRCAQLGEVIEAEWAKLRKSESESAG
GGKARERLSIRLPPDVSQKSAVHFLEYLYCDELRLAPKHYAAYAPRQAKEKNEKRNDEAEDEAGEEDDESGEEAKVVEDL
LQLSRHFGTKALEKEISRRVASPQLSASLATGPISATLSTDLARAFDNPLFSDLTVQLTGDENSDEKNEGEDQEKNESEG
QATTTATSIRAHKCILAARSRYFNAMLLSGLKESYMGEMVVSHIRPSVFVALARYLYTGGDATITPDSVVELFLAANEYS
IEGLVKQCERMIENALELEIVADLWAMASLHSSEELRQVCINYVLKEIDDHNKVAADALHHLSSEVIEVVCSRLQSQLAG
K                                                                               
>Acas_g5391                                                                     
MALTGSSSPHFYLARSRSTSLPPLSSSSSSSSSKSSSVSPFAAFCSALTWPNHVLPSLALAFDEPSFFADLRVDINPIIT
PTSSTPSSPSPSSSPSSSSSSSSTQQGEGEECQHSTNTEESSPRLGQDCVWVHRMVVAVHSPVFRSLLRSGSEAGGSRES
REGVIDMCGPQHPPGRVVRCLLKMMYASPGLAIDELGHEPKLSDEWEFLLQLFKLAHLYQVEVVLDACTRRLKHILEQRK
DTTATTPAARQATVQHHRRGSKAAAAAAANAAAVADVDLNGGGGGELSDEEEERTRQTCYALELLAFLLHIKEAETSDHP
NSDPPSPTNTTTTGRRSQSAPDVSLSSSTQPRDVDSSGDDVSTAPGKKVVEVGVEAEEAAAAVAPVGEQREEMLVRMLDH
HLYPQLAMIVQHIRHAKLYSA                                                           
>Acas_g5603                                                                     
MDVAKEPVERAVSFVAKAFGGHLQKGLRQLLAARMFTDVTLNVLQENQAPVSVPAHKFVLSMASQEFKLLLSMDEEDACE
VKEVDVDIGNIPLRIFNYMLDFIYTGTTSFAESDLLLLIELASKYRVVSLREKCGEMLYDDNKDVASLMEIAAKYGCVKL
GQLCAQYFARNWTRASKDGTLMRLNPGMWEELLRRDEIEAYEEDIFAAVIRYSQDQIYERADRVLEQLLPLIRFPLLETR
FLLEDVGKNPILEILPITHELLHEAFRYKLCPDPHLTQAGRCKPRKGALRWSATQKSGDIVVSDNRMTASYRASSAANRW
NTVLAETYVRAPGKHTFYIRVDACNSGWMFIGVATKDWNGWRSSGGAGGRGRVHSATTYIGNVAPSWSIASSAGWGKTDA
GGSNVPYGNGFSTGDVVKLVIDSDEKTVSYAVNGLDLGVAFTGLPHELRVGVTLYGPGDRVTIVQGDKKTSD        
>Acas_g5770                                                                     
MSLWRAASEGNAKQLNHMLRSGKAAGFNITNTLGQTPLHVAVIAGQVECVSVLLADPSLDVNRRDADLGWTPLHYAIFKK
FPRIAVMLAARGAEIDVLDHEGFSPVDLAFVDTYPPPQRSDFDLHQLNGQSAAASADSDEWLEDGGSQKRPLPTSKPDEV
FGELFTWGEGSNYCLGHGNPNSVAQPKRVTSLQEDSVVQVSTSDFSTGVVTRLGRLFTFGVGTGGRLGHGDTEIRLVPKR
VVGPLLAKRIVGVSMGFTHTAAVADDGSVFTWGSGAFGQLGHGTTDDSLAPRKIRGGFEGQKPIAVAAGRHHTAVLTSKG
GVWTFGCGENGELGYLTDALAKKAYCHCTPRQVVMSIEAPVVAIAVGKAHTACTTQAGDIYLLGFGSPQARKLFLPTILP
SAFAGYQQAAGASSSSSPSRVLPTPVYSISPSQTSFSVLSGDSLSAPPTAAASRGHRLLTSLVASGNMTLAVFNRRDVFL
SDLYHVDGLHTRIPKPIYIPAIPGNNTIASAALNTNKEIVVVTDAGHLWTCGENKEKAREWVWRRISVGKRFSQVACSRN
HYAAIAHKEALVKETIDISPWSLSAHLLKELENDDFTDVEFVMDDGRRVPAHKIVLAMRGHHFATLFAAEDEDGGDSEAP
VWGESDYYVPDMVTNHLRPNKKRREVKVDQTAYPLFHKFIRLVYTDPSDPRAPKPTESDRGQVAPLLKRFKMHSISSSSS
RDKARAKGKERVVETDADENAAHATTPSPSPAASAAVGSASSLSHFETELRAAFFDERLTDVDLISSEEDRIPCHQVIIC
SQSEVFRTMMTIGMLESHKSEIFIQNASTDTLKKVKEFLYLGNFAELHGEGGKKVGGAREVIPFGTVMELLNISNQFMLQ
RMKETLEHLLLHQYLDYDNLVSLLITAENYSCHNLKRQLFEFARRHFITLLQGNVARDLLDHPDYAYLLDDLDYFVQSGG
KLRDVDGEDGRRRRRRRWRDGGGGGAAPGRGRRAADVLLRGGDPEPEGDGGLLGARAADREGAREAEGQRAATPRGQARQ
GRRQGASGQGRPHGQVSVDKSVDKSQSAKGKEKVMDNDGAADDDNDDVEGSTSTTTSVPPEEDPRRVQLRALVERANKAL
GKDYVGANEEATRVVKRLRAAKKKLSQIDSLLDKQAKGEELDEGQLAKLDQEYPLADEIAALFAQLAEATRPPPPPQLQP
TPVAPVVVPTTPAKPAPTGSVAYQKKRDNDDFFSGKAAANRNRRRTNSTKTAAPTPAATAAAAVTATAHTTPAPSLAPWA
ANKPVAAASEKPSGSSATATSAAAAASPQKAKSLLQIQEEELRRRKETVSRPKPVATTAPRQERTIKRLDGSVEKEAIGP
SRPQQQQQVVGNADNESSVSSPTKNYAISLAIGGKLAASPVRVTVPGAPPQHQPNTTNSAGKPMPALRSSTNGVGKPSAP
AAATSTSRAAQQPQPVGGVARSVALFPPLGALPRAPSLADIQREERERVEAERKKREVVKPTKKPLKQIQEEQEEARKVQ
ALFGDELKQIYGHDIDLESIW                                                           
>Acas_g5832                                                                     
MTATALRTCTHPQLQDPLHGDITVIVHSSDESTTTTNINNTNTTTTYYVHRLLLSLWSPVFRTMLTNGMRESTCDVVHLR
EHPLHAPRFGLVLARLYPNAPPMAPATVHSVLYFVDKYDLPAALRLECEAVLLRQPRSWALLVTAQTYGLASLLARHAEW
ASANLDSVPDAPPSAVEGALLLGEIEVETWVKIMRHTMARLTNTKQLLRKMLLASNCNMCGGAQGSAAVAVCGRSLYCSH
HVQFMCLLASLTDTSP                                                                
>Acas_g6990                                                                     
MKRVEDSKTQLEDDELQLRTPSPAQATQGEMLTLSAAQHQDSDDFEANPFVFSMEQPSYVYLWGSGGWGALGMGGEDDDD
DYYDEDGAADSARPTLLRNPALDGLQLRQIVCTKRHTLFLTGCGRVFACGSNVGVELAHDEGRRVVARPEEVKLPQPAVG
RAFELASGNGYNHRFLLCSSASSSPSSGSSEAGDTQVYCWGESTQGQLFFNARCVEQPRLVESLQGLDVVQVATGDRHSL
VLTSQGQVFSSGKNGDGQLGLGDSVLHGPGPHPVIGLDGFKVVQIACGESHSVALTDAGTVYTWGNGLSGQLGHCNESSV
NRPQLVQACLGMKVLYIACGSYHTVALIDTGDVVVWGSNEESQLGIEGESFLSAPTSNLHLSGQGIIAVACGTGLTVALS
ADGRVFACGTLLERIPIPRVVLPAGKGVTQIACGAQYIAAWRGPLSPSLAGLRARISRAVDPNSWLALSALIDRDECSDL
LLRLGDGSAIHAHRVVLAMRSDRLSAELVDLEAPQGARHCRRPGGAHHSLPAALGDSPRGSGVPALAVGDDSDSDVEDVV
GQLLHLARLYATKPLEDLLEKMVAFPRLAAAAALDAPSPVSNTLASDLLAALEQPLFSDLSFIVTPSAATADDGAGYDEV
AKNESGDKEMQKNEDAHADEKIESEEAQANEHPVAIEIVAHKCLLAPRSDYFRAMFLTGLKEATQRRVPIAGLRPEVFRQ
VVRYHYSGFVGEIDPEQVVELFVVGNEFGMDALVRPCERMIERGLDLDNVNDLWGMATTFASEQLKQLCIAFLLKQLRPK
KIGTGRVAALSLELLEAVCARMIATPDSNVMNCGSCQESITRLDEREMCPHCVLCGRVLCQRWKKRGCIHKLLRHDGPPQ
LLRLFSPHGKSGFVPGVVQPLCHPCRAILSAHGT                                              
>Acas_g7254                                                                     
MITDNDEDCDVAPMAAVVSPSVALRFKEYRDVVVIPYNNSEDYRQLSVAAWVYCEKDASCSSDPCYLLAKKGSFALGLRS



DEIAMAFHNKTWTHVVVVYDSTYEQACTYANGRLVSTQQVKGKLKGSTQPLLIGVELKPDKGTRTRFKGLISYVTLWKHT
IAPDTINQHLSGAITGTERGIIGHWPMTEGVGEKIFDASPNKLDGDINFALWWMNSDSVGHVDVPKSTLVEDMRKMFNSP
LGSDLKLIASDGRELHAHKIILAMRSEAFRALLFGGMRESTQAEIQFPDIKYEVLALVVEFLYTDTANITGDIVVGLFMA
ADQYQLGRLRALCEDFILQNISIENVCTIFQTADQLQAHKLRGFCFNWIINNFGEVLTCDAYPQLPAELQREINYAAAKM
HFGKKRKLDEATSEP                                                                 
>Acas_g7310                                                                     
MDQRQSQAPIVVVGTAGLDGQVAAAIEHAARRLSSEEEREQVLGIKDLWSLSCDDPQFAIAIGQCGPLLDRLLELCSLAS
CPSYTPSPSLPPGPSWKLVILALHCLWRHLKEAKALDLVASFIEPENWAEATEKTSIWNSWLGLQPFVPLLSLTSGNGDN
VDRDMLSAVGFAALCLEKFSGAKRYRKKLWHDLALNGGIQPLKSLLRSSLLSGRLERVRTAVAAVFRNLDIDTSDVGVAI
DPSSYETDLSHIFDRKDSFADCVIVFPQVGTGSRATPEREIYCHRAVLAARCKVFAVQLSRWDRSGQADEQPREQNSSGP
STGAPPAGPSRIIVSEFDYPTMKRVLEYIYTDRPALDWLCAVDVLRAADIYGLDRLKQMCEDLIVQGLDLENVGYLLELA
DFHNASQLGRACVEFLCRRHAGNFAAIEASPQFEALLQNYPAWREQIEGACRTFTSARHPGDKPSSAAAITTACAGPDPM
RIET                                                                            
>Acas_g7401                                                                     
MDRNLTDEGTSPSKRVEPSNRLKKPPGSDEEISSSGIFYKMMGEGALTSLGYSRSSPGREGRGPAMFPPHDGEDSQPSSA
SASPQPKKKRSWIDRFMQKDGRHEIKKEIAETEALRKSRERQQHQQQQQYQQAPSSSPPQQQSRWPPKEERPESSFCVNW
RAREELYRKKIEELTEAEIRANIQFYETSDLLVLVKSVRGRNDHAAFRILQRHLEELYLLKHILYERGFYLNSTDPPLGH
RGVVGDDGTASSHQTDANAPDQFPRFLNSSALTLLVRDQNRIADVVLQVPAPDIESARKIYAEVNYHNDVLELYQRCIDV
LEFADIESRLDSSHSHQYDAVPSPSTVSSTSTVGLRDQLLSKLFLDFGEYFLWCGDYVESAQALVRALVETAGVLAKLPP
NIPPDGDKDIISLFNHVLNDHSGPYSLHIRFRVLAWVIARLRYYKENKVNIEGVYGLLRILVRLFNDDNKHVRQLAKGAV
SDFGDRVLRIVDNATKDLFKEYHVFSAVLKERSEFFQRMLESEMMEGQPEEPITIQVDNPRVFHAAIEYLYTQQIILNEE
NAVDVLMCANQYSFTDLLHLVEDFLCVHLQSSSLEETEHLYHVTEGMVCPRLQGILRQRLRYLFEKTIVNSDHEKFVSMA
HDYPILKRQLFFTDHYLCLSLYTGNKNIAMSMLSWGVGIEHKEKEKKEKKKGSSKSSKGSSKSKPKSRVRTKGKDKQKSS
KGGTKDSKDKEREREREQPTSEEDEERDQRGSYSSSSSASSTSFTPSNTPAAPAAATPDEFLPLVPPWYSHTSLPAFIAP
QSEFGSPSPPSSPRLHGSQLGVPPSPIALSGSPHLLSPLASAGPARSPPVTRRDMRDSKDKEAQQQRDPMLGCVTIHELK
KKEKKMWKGWEAALLIAIRRGYPDIVKILLDGDADTNVFTHSGKTPLELAVKRGKSGPGSDIVGMLVEAGSDVNRRRTKK
AQEQPVFNEDMYVVHFEREKYNAIFDIKNTLRKDTTPLMVAAQYGHMQTIEWLIAGGADVNVATENMNTPLMVASAFGHL
ECANKLIEAGAQVNKCNIFGWKALHFAVHGGYADIVIALFKAGARDSLAIHSTNPDNTNPKSKTAQEMAVDVGRDDVIRV
FDIYLTKIPAYEREIKKKTILEKKNSFHHSKG                                                
>Acas_g7637                                                                     
MWTFGSNLKGQLGRTLRSRRLGGGPLLPGPVTDFAWGDGPGEVEVVAPSLVAVAAGDWHSAAVAADGRLFCWGNNSDGEC
VSGGPKVLQPRLVGGDLKDRVFVDVACAGHFTLALTQNGEVVVWGKINDRLIQPTFILFQEGSQCPIVQIKCGWAHAACV
DSEGRMFVFGAGAFGRLGLGNNEDVMYYQPKLCPASLKLKVDKVALGMSFSLVLLQTGELYACGDNSRGQLGIGKFGGMR
STPVKVKVLSQDRVVQVVAGADHAAAVTVNGRALTWGDNKYGTLGTGDRENGHTPTAVQALASLKIASIGCGSAHTIFIT
GTRHHSSCCVCCVSCHSGKVYLCGGGSALMDGMNQGTVITTPQELEGVQHITHAVAGVEHTILFAGPAKSSSPLGVDWLG
AYNQPGGYADLRFTTTSTGDKTPFHAHRCVLAGSAFFRGLIAERWTEADGGEVGERPVLEVELPAGVSGSFFGRLLRSFY
GGPQLTRLQLIAAQADLAALQQMAPTIAATFDAATATDDDAIDTAADVIDDTAATDESEPTTTTEPTPPASWRRKLRGWL
WQRGEAADRPPTEAESLPQQRHGRPQPPPPQDHQPLPPLVAWALACLLPYGADAGGEEDQEERQKKRPKKKETEEEAAEG
GGGAVRDPLEAHMRAMVDNPLFSDVAFVVGGRTIRAHKAVLALRCSYFEAMFSAGMRESGQREIDMDASDCTYAVFRRII
AYLYTNTLDPVDLDRRADAYDDNDDGQEKEKEEEESTLDDYVQLMNAAESFNLPHLKHLAEEQTIAAIDASNVAQLLDAA
VVLRASSLAKSCFVFLVQNWKLLLRDRPDVVAQLDDATRQKIENHLRRTHRL                            
>Acas_g8019                                                                     
MEKPQSKVLLLGDPGVGKTSLAIQLAHNAFLEIESPDGKYEYHRMVDGQYRVVHLFDNVQTEDWGWSDQIIRECTAFLLV
YSITSRSSFDSLAAWVDRIVRGKNKADREDLREVSYAEADLLAQTYDALFFEASARTRFNVEQCVLAATSQEAPERRQEW
HQKKVARLKAKGKKIPPIPPMSPVSSTYGPDFWSLVGEHKCSDIEFEVAGDIVPAHSVVLIAHSPRFMKSFIREGRRRKA
VLGVDEETFRAVLDWIYAGIFPKPESTDMRAYIRLYNAAVKLGVDSLAAVAKAFLQGQNYIEAHRQYAPKGALGLFFNSK
MLSDITVIIDGREIRAHKAVLSARSVQWHDIIADYEVNQAAAASYWDGSQPTTPRTNKNQSLTLVEQSAAAGGYHAPAII
FITLLHSPCLQSTDIFPNSGMTRSASSPTLSPHHADFEAGGKKKTKKKDKAAGDLQLYDLYHLMLSYMYTDEVEIAESYA
LELFLLALDYEVTHLANLAAQVVLDSLTVQSVAGVYEKLVGIHKSSSVLGELRRKIELWISFRFKSVAKTKAFKKFGTRY
PQIKAELKRNKKAGFSSSVKTPMSPPESTTAAAAAPRSPQREGGGNSGGLRKSSGNSSNSGSSSGDLLSTATTTTASSTP
NGKRLPRFLNSSMPTVPTNRSSFFTSPRATAPVDEPDDELIDLYESYQEYQYAKKIAEARLPVIDQRRKWAKHIGDYLAS
LQVSGEQFGSLNMANGFPRKVMFVPDEITEISDTLRKLKLDNNLLGNDPIVVYDRQGREQEKIEPLSFAGMRSLKMLTDL
SLSQNNLHTVPRSLCHLRSLTSLNLSLCNITAVPSYICYLHALERLTLIGNKLTRLPASLCLMRNLKKLDLASNELSDHS
TKPGYFPHSLTSLNLTNNQWNSFPLGIVIKADKEEERQRTKEEIDLKSSAEFFRFLSLGADIHLPSVLSGEAAPVMMSDR
PVALAGRVTTEEAERARSGTGELYKALGKGADKFIREQKIQQELLRFAKDAMKREREVEKSRKRASGADDDKALDEREDV
IFQRLLKVESGDLDIEVRPLENLVQLNLDGNNISSLPEEIHQLSSLRCLRLCDNYALRSLPDGLARMPDLQDLVIPLDLP
LTVREDQIPIYQHKVSPSVWRTLMDFIEVPIPHPLTPVTGPMRLIPEELQLRILSYISQRELADTVSLVCRHWHVLANDA
SLWHSFPWKLLFSARQEQITLERRIRRLCVMHPDIGELTLRNTSAFPERAIEHLLNRCKKVKTIDLDNSMNYYKSHLGSF
LDIITQNLSMLRHIACQNCYLPYPALACVLQAPRLSRLLLVDCEFSSSVSGCHGRSLAELPDTLPLTHLSFERSRIDPVA
LELVVTRIPNVVDLNLSACEIVPAVLNCIGERCRALLHLNLSHTAITATDVANILNQRKASLQTINIRDIPNVISSFYSL
ASNLLVDPEDVVSPSSSPRGNPTVKIQEFAQHFAHIRTLTISTTTENEAAGINHFIEGLARTNSSLVSLAIRSTSLSAEH
LANLALARSTTLRKIDLSCCNKLDAKAVITITANCKRIEALNLNFLPQLNDSALMEISRKHSGSLRVLSLYQCSSITDEG



VLAVIFRCARLKFLSLTKTSVTARSVRAVSELPELQVLCLSYADVELLKKIAQCSSLRHLVLDPFAVGQTGMGEGQGLFP
HTAINEYSEQKLLQMHWQLLGH                                                          
>Acas_g8179                                                                     
MMDPVHVRHIVDASAQNVLPLRPMMGSYVWLVDDQFHLPATGRAFVTFEAQATNDIHVSFNKDTSRVEGRDGLADQSPNY
EVVIGGWMNRKTAVRKRGQQQAAARKEENPNAVITSPHFTQYWFLLDNVTGTIPVSCLSLSRLSAHSTFRQGESSLFLSD
LFADVHFHVGSAVFPAHCCILSCRCPALLEQLLDASAPTEGPRTTPFIVTLAEEETRADEFRELLRFIYTGEVKLRTTDR
ESFDGLLALAQRWSPQLAAHLTAATAAAGGLVALPWFGELVGSERWHDVVLTFPGDSSSSSASSSASSSSSAAPPPPTGR
LPAHRAILATASEPLWALLGGAHGWRERTEGEVALHDVDEAAFRILMECVYKRTCRRFTSLVEEVLPLLLAADRFDLLNT
PKLYPPPAADSTSDVASPGEPVPLADHCLAYAMAHFDLSTCCPTFHIADVLALPALRLAAQHFIQDNFDRSYVAEHILPH
PYAKLPGVEEAVKLNSNPLKLSGGSAAVQAGKVVLRQSLADILNRPRTPRSLQGWKELPYSGTPGDASGLFHWLGTSGGA
GGGAKERGWVNPCRAGLVKVVCSAPPLALLQPGSSRRPRLPHHVKEKAFVMKGYAIRQDGSTVFLRSWSMQGSNDGQSWV
DLSTHVNDCGLASPSRWVFWPVSSVVPYAQFRLIMTGPSASPVSPNTLALSNIEFYGFFN                    
>Acas_g8199                                                                     
MMEAPVAGEAGEWQAVAVRGVVPGARHVHTAVEYEGAMWVFGGYGSSSTYYNDTHRFSLEEHKWECVLAAGRSCSPVGRH
SHVAVVHADSMYVFGGISRAKGNAELNDLHRFAFRDKWWTKVAALAERSGSLPSPRWGHTGVCHEGALYVFGGFAGTYSA
ELWRFTFTTVYEGRMYVGGGYSRVFHGDLFEYDFGEGDELPPARHFHSAVLYKGLWYLFGGITALNSNDVVRYCFEKVEG
RVLASRRVAGDFRMLFNSELFSDISFLVHGHKFFAHKCVLYARCDRFRAMLGCGMREAAQEEVILDDPHLTPELFLLLLE
YIYCVHVAVRLFVVADYYMLDGLKATCEMVIGRDVMEENNVLPLLELAILHHGSALLRYAVDWIADRQDMIEVPPTATTT
NAALHTHHGRGGTSAPVSEEGADPLKPVAPSSGAAAKNTLEDIVTNTFRTFAQVIIQARSQRLGGHDPAPSSSPHHRPDV
YSPEASTWLNYYLDCLWAVDEDLAHFWRDWKRNERRSAIDLTLDIFAQLPSSDPPSRSRGTSQQPPPPQQHQQQLRRDLA
TSQPFLLERWVLSFNAKPNGEARHNTINVKKTAMVLRSVGSVVRALPAHKLVRLRRKQPTSFSIDYALYPSACASLSMPS
LASPSRCEWAGTAGKQSLPFSSVVSRTGTFAVSVEYATNLPSFKFQALKIEPFVISDYAPSPSEQSAARGEPSTVGAPGV
SPTRRKEESATSSPRGATDISDRSARDRKSLERATSLPVFLPSSSPGMQPPITSLGGHATPPVMAPALPPAGRANLPSSA
SIPIRGAGASGQPRGGRGGGDDDHLDIGALAMLGTSTSPPKMMSPPVFSGGGLVSPSTSAGGGGGGGLSTRGTAAVGSAG
KGNANFFNFSTPPFTRDFFLQQQQQQQHFPRSSPGFVPQAITPFVEDSGSSPWEGAGSSASRSLETSGSYSESIFPTLLP
PSSSAEDVGEIPGLLYTKLPASQPAFSVATQEIEVSSFLESCAHPPDLKMFSQSKNMAQGTEDLETLSRSLRRLSIDLGD
ARKRAPGNKQSSRETTEDDPLFFDM                                                       
>Acas_g8435                                                                     
MLKRSISTGQLTTLIQTEVDALEGELDQQRKLAAEPNAPPSRANDLLTKSFEEVLRDQYSFIENDEDYAAQILGVADDGD
RVEEGGRHATPTAATRGRAEKTVQEAKETKKEREAVAELLRVLKAGEGSHEVGDKKAKEVKVEHSYFVGWLQKARIFCRL
DRAVQQQPQANIDIFDDLLAAETLDYGKEALGYYQKCISLLPHLAGLTAPDLKQAKVYLFSELGQYYQGKGMYQKALQVA
VTLLSENRQSQEMQKMLRDSVTVLRETADANQAAFIISTISKLKSPINACVDFISATYMQLEPLLQRSSDPTFIQARISI
VNWVTLTLCVDLVDLLQLMMDLLLGYREHDHSPEVSEAAKLAIEQVAEFTLDIIEEGYEHVQAGTEEAEGHLISIQVHME
SLVQRCSYFQTMLSLNMVEKQTQRMRVVTSQPYVFLDMIDYLYRSEVEFESFDHALAVYMIANQYGVAELKELASNFLST
SAHTYAAEIESDWAKFKEVYYLADTMNLPNLKAALMQHLTTNQRWLNNLDSLPPFGSDMQHLRDIESHFPEVFARVSNDG
LIKKIQSAAKHDQLAIAEFLVDLLTKRKRGSSVPWYSSTSYEPAAGSQEESVAATVDAQGMCSECRIVMGHLTTCSMFKN
FRNIAGRARPAVPVAPPPPPASAAASASQYTTTGGGFVPEPLLLSLLEKANSVAWNDLVLKLLRSGFCAITPSVLAKPAE
ANDVALLGQLIDILAAVYTEEDAETPGEADGDDVSKGKGKEKLRDHEEAAAAAAKEEVLRRREGKWQWEGDSSDWHDYDE
TANQLIEAAYASGAVMTTLTHGYFAGGSGYTIMLDRQKQRNNATNFERNIRRHDLLPGFPSAAAAPLVLPQEPKRHLAML
MNAPTHNGKTLLITFIEKRIPLSVLKRFLALGKDVLDVNVRASLESGESVTALALAIQSVADAWNEADELISLLLALGAD
PNLEFTVASLLGMKPSTPLLQAIKQNNFELVQRLVSAGADVSYNVPTARPPLNSIGADRGPVATLYSPEEDLLASLNSHA
DRNPLFAACFGREESEDSARIVRLLLEKGAAGGPPDHQATSAAAGPHSTGSARSRALAPPPVLVLPNAASATTSQALDAS
VVRGNTPLMAAAFYGRADLVQLLLNVGSADQTAAAKPKKAKGKEKESDDEPSPRPRSARPPVSRACDVGARNWWHWSPLH
FAASAGHEEVVRLLCQAPGAIDSACVVSSNGIVNTARQMAADRQFNRVLSLLCALPEDPVVPSLASSQGSGAGGENRHSS
SGTFQHSAELAPLQTFTSVSALGGGATTTAVSTLSGSGTAKSKRRLWDRLKFL                           
>Acas_g8733                                                                     
MHLSGRNSINLNGVQNGCTPLYLAAQNNKPAMIRLLAKESVNPNIHCQGYSPLGIAAMNGFTECVKELLELRANPNSTDL
PLHAAAYSGFASVAEVLLQNGASLDKKDDEGRTPLMLALIHGHEKVAELILQKGLKQGMPSVNDKTNLPPTSVYNTQDYA
YSNPNCGRAALHFAAEFEGGRHLVELLLSPSLAVDVNVTDRFGRTPLHLALATNHGTEIAKRLLKEPAIDVVSALVDLAP
HLINAKDEHGATPLHRAINNGHDNIALHLIKRNADIKARNVRDQTPFDGLPKGDRLQMLEECYQSFQEGLLNTLNDEKLS
DVAIHLEGGSRVILCSRLVLFARSAYWRKVLLEKEAEAEAAAAAANTSEGGRLEIVVNEGRYEVFHAMLYYLYTDNIQFP
QLAALAAAPHPGLKPADAEARRAQERNNFLSDVLVMAERYGETRLHELCSQAIDSDTLRSLERRRKRVDAARRLLVSHFS
SDMKKMLNNKRYSDVIFSIEGKIVYAHKVILCSRNEFFKAMLLGPWAKEKCTEEDPILITDTPYHIFYSVVEFSYTGDCP
QIEPDTVVDLYQASHQYMLLELRKRCENIIEEAVGVDNAVPIYELGHIYEDVKMKEKALAFITQDADTFQLISANSAFSD
LPEHLLVDIYRELLVRIGGFSASTTDALVTQENKQGDTPLHLACSIPGMVVAVRWLLQNGANTVRALLDQPGLLVNIADP
ATGETALHIACGAGHENIAFLLIERNGDVNAHDKRRRTPLELIAETNHTFATDFKEHRELSKIKFGQALNDPAFSDIVIT
NGDARYYCHQAIEDSSRSEDITLAGGHVRKVPVVEIEGVQEQTIAAFLRYVYTDEVEIDLDNVYEMMGLSMMYPVTGLLA
LCERANDPTTAPPPEASTMAVDFVSLFNQEKFADVRFIFDPPTFVDTGGGDDPDGDLDEEWKQHMPSFTPAELREEPKID
DDHDGEDEVVVIHAHRAIIATRSPLLLTHFPELKSETTQRTKDGKNEAVVEIDMRRWTMPQQRGKSVVGKNEASTKNGKS
DGGSSSDEQHNYYASFFVFLRFLYSGVMSLPATVAAGDRSPDAATTVRSNDEEAELYREILGLGELLGVKALVRQVQPKV
DEEERRRKKAHLLTSAF                                                               
>Acas_g8927                                                                     



MQVAISQLFATKELSDVVLVLPGSRIPAHKIVLASGSPVLAAALNSQGEAGAKELALDDEADEAAFHTILAYLYTGKASV
ASDRVYNLLIAAHRYGVDALKEKCGVYLFQRHLESARRRKKMAAAAKKGKEKSEEEEKEEDHVDNVDGDSDDMQVDDADE
EGQEGEEAQGVGHLLRLAQTYKCHELEKLCAEDLARNFSTLCESGKLNTLPLSTFIELIKSEKVAAAEEEIFDAVVAYVK
FQRDTQGLDEAALLEQLLLFVRFPFIQSQRLVEDVEGNPLIAGLKLTGELLFEAYRYNFYSQLYNQNILSPKSQQPASLS
HADGEESLYLDYATKSSTAKGPKFAFTSPLPHYELRCSPRSGAVKWNSTKKSRDIAISNSMLTASHNGSSSVWMSVVADV
PFSDHLTSIYVHIDRNASNWIFIGVAEEQWMDYAASSGNYLGVGAGTWSHGSAGGYGKVHNGVAGAYGVSFATGDTVGVH
LNPETGVLSFSCNGRNYGPAYLSLPVSKRLFLAVSLYHHSDQVTLARGRPKKFKAALNSIHPAAALPTDEEEDPNLFGLF
G                                                                               
>Acas_g8932                                                                     
MATRTSGSAIYSTTGALLAASPREAAKRREERGKLRDHARHLAQCRIEEEQHKRKWWDEQIKERDWTMQLMMALLDPTLS
CAQKNDQIQKLREQFIEQHKRKWWDEQIKERDWTMQLMMALLDPTLSCAQKNDQIQKLREQFIVAVRQGVSKIFNSKKSH
SAFKFNGYAVGPGEDVYATGGIRFQQVSSSAQASRFFRVRQEVLDCKINGVLIPLSDEDKLTGRILQLAKALNLRCDFKK
LVTVNDSNVILRAQPWLLKGYKAPAKDMFVLDNLQQLFPDDVRPELLTIHPRPFSTPLLCSQAKDPIGRRKYLRTVRALL
RTKVVDLALALDSACRGKDGDETFALAPDTIADHLHRAGLNLRYLGQVYARLGEELARREVMREMVQRAIKVIVRGHITN
GVDAAAKEILNAIFSRLGDRMWRSDGVIQRKIEDKFFLAWPGARFMSHEDEAGEALRLTRTSSSMIDESDDDSESEGMSV
ESETGRMMSTTTTSSTSSSSHELFVNPSNAAASTTLVPSAWPVLSPVDATLWQTLHSRQKRKLGENGGEQTLQCGGGGDA
ATPSDSGKRKAKRRRFELAALEEALNQVEEERSDVDKNRSVKGKEKADQSAAPEDDQNDDDGDAVGDQERFNLTYSRAKV
FGQIFVNGQSHTMKAVTASDWASHFARTGTPFSNEEITLKPVVSRCTTYAIPAEATHSALNLGCALNNSDYSDVQFVFPD
EGVTCYGHKVILASRSEYFARLFSCGLKESREEKPVVEIKELSSHTFLAMLKYVYINDVDFADRSVDLVELLLAAERFQL
GGLKKLCEERLASSFSLPTAIRLLTAFNISEDLRNQCISFVLAHWGELEKTDEFRDLMLYYPDLLQEIYGSLAIEEADSF
EPQDVNAIQDNLNPLMWTAKVRSLMGEEIDEGLSAFTLLFNDDYPNDPPLVRFKCNRSHPNVFSDGFLHHGVLSLGWNCT
KTVKDILQKVVRVIRQPMAEYPANLHCPQPVGTSTVSSQPVDSAGHQQQEQEEEESSMQEALEL                
>Acas_g9031                                                                     
MLRVSVSKGKGKEKDEEETLKVHLPSAKRQFNAVLYGDMVQKGFAHLYGDTKISDVTLVLGDEKVAVHRLVLSVWSDTFR
TLLEGAKAEVVIPLEKEDMEDFKLMLKHMYTGETDFINGQNVLSLLSLASYYNIHSLKETCGELLGDLVTDDNLFFFLDV
VDKYEVKALEAACGSHLAEHFQDLVNNGKLDDLEPSTWAEIVKTDDIRVRSEEELFDAVIRYTKQFKAKDVREQALTTIL
PYIRFPFMSPRFLVTKVEGNESIRDLPVVQDLLHEAYRYRVNPSSVKNIRSTPRTGHQFNPEQSHASITLSDDKLTATLS
ASIGWANASCTTPLTRDNPYIEFKVGNGTPGQLMIGVVSGTCSTTGYAGQYSNGWTYYSSGQVYNSSTTPSTGQTYTTGD
TVGVFVEFDKNIVHFFKNGKSSTTVSNVSTSNGQLFPNVSLNSMGNNVSVIPYAPIPEELKAKMKNAPSTRKKRAKLTAS
SLGRTYGDENDGTPGIEPSEEEAAEAIDGTTFIKRFLRFKF                                       
>Acas_g9067                                                                     
MREGQQQSSIDGEARKAEVELPEIEPRVFGHLQRFLYTGEVSVEPDDLLPLFRVAHTYAVQPLAEACSGMLQSGVDQRNV
MCLLQVACLYDDHALREQCLSVIGPSAATLLDSDEVLAQSRPIIAAILRSSKLCIGEVELFKLLLKWRAIDPESRHLDAL
ALVPLVRLPLISPEYLCSLVKPSGLVPLEPLFEAMTFHANPDCLPDTTLTRFQPRDLRELSKGQQIARQVMNKRAAARKL
LSASMSEPLPPARSGQDFEAMSA                                                         
>Acas_g9272                                                                     
MSVLSWGTGKVGELGAGRDNKEALEPILLERFRGKRIRSVACGEQHSMAVGETGDVYVWGRAKEGQLGNGERKAANALKP
VRVEGLRHERVVAGVCGYNHCLAVTVGGKLYQWGMLHKHVEGSANKEYFGMAIGLSGLNSDRMKRMVGRSHSTYYAAGAT
GEELEELSRVQNFGSFTPYTQPSPEVVTGLQHVKVVEVAAGYSFSLAVTSQGEVYSWGFNEKCQLGLGHRYNQSVPQLVP
HLQGVHIVSATCGQQHSVLLSAAGHFGQLGHGVSSDERFPRRVEALVPAEEGVESAGERIVQIACGSHHTLALGVSGTVW
TWGSAEYGQQGGTNAYEDWATGQRAEKSAAMICATPRSLSGCFDGKHIAHVSCGHLHNLATARDGSVYSWGWGSYGVLGH
GNHRFQLVPKLIRRIGAGSSTLFAFDFKVALNNPRYSDVSFRVDGKTFAAHRAIVFARCPYLGAYTLLAHRFRPTDADSS
PDPNPVVQLPQMRQQVFTAVLHYLYTDHLKAASHWLGEIKRVAAKFRLPRLEALCTAQLHSQSHSRQYKPPKSTFAAELA
QVVDGPEWSDVVFAVADEEEGEAEGQVRHVHAHKVLLTSRSDYFKRIFGSSFAEGEQPKSKPVAIQGTQPRVFMAMLEYI
YTGRLPAEETVSSNGTSASGSIEEAAADDPSLPNINPDTVVELLLAADRFLLDDLKQLCEAALEQSLESSNATWMLELSD
RASAPRLKKATLEFLAALLYRAQRPRAGTPVEDDEEEESESKEEGHDDVPAGPTSVEELGGQLSPHLLEELRAFLAAYAP
ATVPPPTKDTPSSSSSSSSSTATLPATTNQVSAIDSLPPLVD                                      
>Acas_g9404                                                                     
MQARGNNAISQFVAVTGADEDTAKYYLEANGYDLEKATVLFFDSGGAAAVQSGGAGAAPKKDAEDTGAKNVGLEFDAQAY
GEQLQRTFAVLLDESDPHAHAFSDVTLVVHGEKVPAHRVILSAWSPVLRDYLLANADKREVELQLPHQELSVPVFKQVLR
FIYTGCTELSKEIAIPLLELSNQLQVQSLKDKTSEFIFVAEQKKDIGHLLELARKYESKHLEKRCAAHLADRFEDCLRDD
SLNSLPVSTWSELLLRDDIRVSNEEDVFKAVIKYAQTNPVTKDDTLKALLPLVRFELLPNRFLVEEVDLNPELKELAFVH
ALVHEAYRQKLYQQTGGAPPTARRAGRGKGRGVAGGVWSSALMSPGIEVLEGGKTVRHTGAGKGTTQSWQSVALDSWLSS
GTHVYTFKIDKNASNWLFIGVAARSWEGYTDTSNGYVGHYHDSWGFGSYTGWGRAHASKNSAFGPSFKTGDVVQMTVNMD
LKTVAYSVNDENLGVCHKNIADEVCPAVTLYKKGDQITLQA                                       
>Acas_g9628                                                                     
MEVAQVFSFGNTVGSHGAPCPTPKLVETQFGKRQVKQVSAGLYQTWATSANGECHLWKEGTSMSADLRALATKEKCVQVS
CGQTYSALLFESGVGKVYNSGHLTSLPPVLETEDESSVVIKQVACADDHILALLEDGRVCMCSSMPGARESDWRLLDFGG
KSVASIAVGQMYSAAVTTDGGLWTFGIGPLGHAISVKQDPEQVEALRGKKVVAVACGSFHMGCVTESGELYTWGSSVWHQ
LGHGERKNVVEPRRVTALEGKRVVEVSCGAYHTAVRTDAGRVYTFGAGSLGALGHGDLVDQEIPRLVDSLVNRCVQHVSC
GWYHTTVVVGMDPNISLLRDEMGKLLHEQSDFFDIDVYCGQEPAKPPIRAHKVVLAARCPKLAEVLAADPGKQELYISGM
DSATLAEFLHFLYTDTTRQGLDVDMLLNLLSVGVAYNSALLQKRCVELFQDELSLDNVLAHWRKVLDKPEPWVLDYRQML



HNAVVGFILREDNLQLLATKDVEALQAMMPHDPRLTSAAEAQLVRRPDGQLLVDRPLSSSRGALRASQQRIRPDEVIEEE
VATEEELEEEKKKEEKEGEAKEAKKESEESEAAENKEEQQHEVVESLKTTDTQEEVVEAKAEATEAEPRARSQCETEEIA
RWEAETANEEKVAQETSTTADDATERDTETKEEEETTTTETEQERNTGSSGSEASTSAPPSVEKSNQEEIKVEVVVVEEE
EPEEPTTYTFHTDLQRFVKCSQFADVTFAVEGELIPAHKAILCGRSEHFRAMFTSGMRESQAEVIDVHDITLPAFNALLN
YLYSGVVEITEDNVVELLMISNQYTLTHLQEQCECYVEKGIYKDNAAYILEMAHRYQTHHLRTIAMNYMLQQRDHVMRTE
GFQELSDELLQEFKSNVACAKNCKATGTGASKGYEGETAFFKIEAFDEFGNKCARGGENFKVQILEETPAERAVRKRREA
EAKRKVAEAQKTTATTCTVTPDTAAPGDTTTTAAVEETSDTAAAQAGEYKSGAEEKEATKEKLEAEEEKEKKNEGEEEEV
EEEGVDSEKEEEDYRNRKPIVDAEAGEEEEHQHETQWLAYHDDEFWVCEECTLLNSKVSYVALRSGRYSLHIKLGDEPIA
GSPYFLRVEPAYAASQCTADGEGLRRVEIDNETTFTIQARDMFGRPIRAGSKWFVVRLSHQEESANSHMDWKADKGMVTD
NNDGTYTARYTQRQVGKFYVSVLLGHMHISGSPFTVRAVSTVAHAANCVAFGDGLERAVIGRPAAFTIQAKDRQDNPLDK
GGDKFVIVITRTTDQGSADDVNGDNDNDDDVRSLLASLPVGGPPPAPAKARPTRAVAVQDSSAFAGGLGQLRHKLADDEQ
AAPMVDDGAGDAAAGATATPASAQLPRTFRRAQRRNRDALSPSPQPADEGGDGSTSPEENEKENEKEKELEEHPQAKTKR
ESKESEEDSEEGSEEEGEEEKEGRRKRNLLDVDSNATTVASTRRPLPPPAVIQSRISKAAEASQREFNITVEDQGVGVYL
VHYTVKEASDSYRIHILHNNQHILGSPFALANVTEAPQPTSQQLGQTEPQSTSFLAFIEAEAGGGRPASRKGRGPRRPGS
KSSTTTTTTATPLAADLDTPAAAADASGEEKGDSGWDVTPHRSEGEEVKTEAEAETEAPVVDEGQVAAPLGFTVCWESTA
VSTFETTDTSSPFFRPSFTFTPAASDPASTDATPTTTEGTALFSPSPSASPSPTPASPFGSPFSSPASTSPFTGFSPFSA
ASTSSLTPSLTTTTATTSPSSGLSPVAKARAAGKRSAATRTKAKPAAASPPSRIEF                        
>Acas_g9789                                                                     
MDEELAARAAEVAELRALYGPRKEWTELDAETILIKRTANYGRVELRVLLRLPASYPQARPSIRLKAVKGLSAEDCVVLQ
SLLTSQAIALKGGVMISTLIKSADDWLEDKILSATFGDSSSSPSPMQSTASSTTSSSSPTSSTASTAVTSEPESYAEVDD
ETLQDFKCLTALEIISFIGKEVQYVQELLKVPQTTARILLSHYMWNTERLVTDFLESPSRVFFSVRAAGGQNSGEAASAK
GKEKVGDDFDEDNEGADETKSGGDAEETFACPGCFDDSPNYTKLSCGHAFCNDCYKEYLSIKIKDGQADKIGCPAYKCKQ
TVPESVIKDLVDEDVFKKYNSFLANSYVENNPYVMWCPAPGCQYAVQATIKLNCTVTCQCGNSFCFKCKQEGHFPCTCGM
VEQWAKHSKAEKETFQYISKFTRDCPNCETAIEKNGGCNKMVCSYCNFMFCWVCMQDWSTHNFFYSCNRFDPKAKKKAAS
SKPSSSLLAAANASELFSHHYERFTAHDRARHFAAQIKAATQEKLRQLQEAASRLAASQGTQRDRHSENLLFASVNDAAA
LENDFVQSVNVLMQCRRLLKYSYVLSFVMADEVKANKKLTKKQGASTHSVAAAEPQTAKRQMPSKELFEFLQEDLEIATE
KLSEVLEGDLVAASSAGESDSETTVGADAAQQFFAKVSRKRADIMSAMKIARQRMRGLTDLIDREFVPEEDEEDTRGRKG
RKGVVGGLHPSSAANNVICIGEWSYPIGTPMALPAPTTGTAASAAKASEAELQKWRDQGFTVLDPRENTDDATEEKGYGA
EDDDEEEGDFEYIPEKILKKRVRKDDFGRPQPQYLVKWKGVPASEASWECIKLVNAFEKEKLEKAKANVARAKGQAAADA
EEKPAPKKKKVKKEKEDLDKKSKKGKEAELERLLEEQIKFISKQNMTSLHLLSEASLKNKSEEFIAEYYKNIKEQTGLIL
SWGANSDGVLGHTGGIEQLWPLAIESLSSVQVKMVAAGEFHSLCLTENGEVTSFGLNDQGQCGQPITKIAESSDLAAVAR
PRPIVLPDDLRKKTVVSIAAGGYHSALVTADGELYTFGRGGEFQLGHDTVMALGEGGNALHYRSNSAQTSYFQPKPTRLS
ALNGQVVKQVACGRFHSACVTEEGALYTWGRGANGQLGHGDMTDQATPKRVEAGIKDKIMVKVACGENHSAAVDSAGVIY
TTGGDESGQLGKGDEWICATHGEGCTGSGWSCQERIPTFLSILSVRHVQFVDIACGHGFCAAITNRGLLYTCSIDGVVSV
ACGDIHAAALTDKGQLYMWGSSEAGRLGDGRSTEGVTRTPKLVPAFADIHQARCLGVSIGPRHALAISSTSSSLPKTIGA
ALDSPDFADVSFMLEDRYTVRAHQAILTARSQHFRSLFAQRKAKQQRNTEIKVKKVTLETFKRLLEFVYRDHIAADMTKG
VATQLAQVARMFGMERLQAMCESFLEHEVAEVPKSHFVENMRSIFNDKESSDIAFSFPEEENGEDESMLIHAHRSILGMR
SEYFGAMWRSGMRETTQATIPITYADRKSFYFTMEFIYTDSITEQAGADVDINTGVSLLSLADLLELPRLRELAEKKTLC
KARVENCATLYHIAMLHRAELLKRYCMEIVFQQFAAVKRTSGFDELPHDVQDTLTKAHASWWKNRTSTLS          
>Acas_g10197                                                                    
MLATRKKPVDGYLLKQSVPKPSSSSSSSKKAKHQEQAGLFRKLFFSLDRDAGVLLYYTSQQEHANASSSAASSSSSGGPE
GSIPLLDIEFVEELAKERPARELLLQAEPTKKDKKDKSGEHGAASEEPLPRNAWQWPFVIHTTSLGTHLILAPTAEVRDN
WVVNLEEAIAETKLRARKSKSKSQRLDDPNGRIRSESEVQADFLDILVFDSYVHELRKKEKAPEEAAESVSPRNATYHSA
LPLSPLNLKPPPKVPSPTSSRSPRYGDINSPRPPSEAAQAQRPEAERLTQSQSSHPRALARPSAPPATKESHGEGGGETG
SEIGSPGAKRKGSRSQTVWRKEERKGNAGALGGGTDTPPKRRIGVRERVDSNNSSSVDAETSGTRPIRKTTSEETVMTAK
SSLAAQHQEETTKATPTPTPTTVEPKSENEGESDAETAKDRAQVPKRLSAGKRMYHTVRGPRFRGKEEHAEGGGGSGPRP
PKLPQLPKNENEIQKKNEDEMTLKGEAKNNTEKSEESPPQQQQRVEDEPVQLRDNVARRLAHAKAKLSREAADDDSSESS
ESESAAADSEFVEQMHFMQRRLSVIYKRMNDMEGDFFAQQQPPHTTEPHTEPLNESSSPDRPRKTRKKQLASNNTATATL
LRKEDQQAVRKDQEMLQAVVRREAVCRRLHKLVDNPMDHDVQFLISRDTSTRRIIYGHRAIIRTRSSFFDKLFTQTSASG
MDPKGPYVIPETTREAFIEVLSYLYSGNMSLTVDNVQDVYKAAATLRMKEMKAACRQFASRNAVTLPPRPTSSPYHVAKR
QSVMDLFKNVNFEEARAAALASCPQHEPQGVSAVASTPAPAPAANTTDDGAGGEDSPKSGGKSRSKRMSQGLARVKSVLS
IVSPRSSQLVASQGDDQPSTPTSSVEDEREGKNENESESEGGSGEEDKLRTSGGLKGSFFSRSGNHSKTKRTAKDS    
>Acas_g10396                                                                    
MDSEMEIEKRFIKNLDKGKDKIDAQSFVPFLFPSGANAAGAESGDRITELEVLFDARTFGEQLQQGMKDLFFNSHLSDIT
LIVGRDADRIPAHKFILYAWSPKFQAQLKELGEEGRELHVAVEGDDAAQLFKMMLQYMYTGTSDQKINERNVMPLLQLCH
EYGVDPLKEECGNFLFSNSEQVNVAYLLDVADKHGIKNLEKRCAEYLAANFSDFIESDDRMLMQLKTSTWLELVQSDEIE
VTREEEVFNAVLKFADVNGKTAAETRDILNQLLPHIRFTLCSPKFLIEEVETNPELMQVPVLKSLLFETFRYKANPKTPF
LFTPLNTKRRKANLNVMLQWDKDQPFTHGVYTLENEELTAHKSSMPGTIYVLRTKTKLEGSGSFYWEIQIDQTAGNQELH
IGIAEEHFNFHTAYLRANGTHYIERSGGIMQGHTQVVQGPTLNTNDNVGFALNLDDATLQIFHNGTPVHTFTGVTGPVWP
CVAARDVGTKLTLVGKKPKIYQFPSLPK                                                    
>Acas_g10432                                                                    
MEGRGGRRSEEASKEGDEQEEQEQEELQSDEEELWVETSLDFAPFLTVAGLRRSQQKVGASLDLKAKKSPHNNKSKKKDG



FEELKRRQNEEEEGEWPGERYGHTAVVEERGGGVLLVWGGSDPHGTFLRDLWHYNFESKKWGRIEAEGGPPGRHFHSAVM
YEGCMYVFGGTSNGYYNDLHRFDLNNGQWSVISPANRAPSPRYGHSAVVHRYYMYVFGGYDKDGFECNDLYEFNFLNRQW
RKVKTKGIIPKDRYLTSTFFQSGRWQRMATSEGISERAHHSLVAYGDHLYSFAGCNIFHFCFNDLFVYNLVDGHGGAPNT
LVDDFKHLLDDPSLSDIAFVFPNEGDKKIRAHKNILSARCAPMQALLRSGMREAFSGVVVIDSIEHATFYALLEFLYTGQ
VFMQADGLVDLLQIADQYQLERLKYLCERKIIGYVDAENVVNLHLLSEQVQAPDLAKHTLEYLAKNWAALREQLQGVSSL
GKEQTERIERVWRKRYSGDDGKAQSSAKAGSVEATVLNEP                                        
>Acas_g10726                                                                    
MEAPHEEEAKKVPPKDTMEEEQEAQEAGQLLKIDAKGRPFDAALFGETVVKGFEKMYNNPLLSDISLVVGLEKLPAHRMV
LCAWSDTFRSMLENKDWAESSLHDLPIHLDDPEDQLHFKNMHVLRYMYTGSIDFVSGDNIIPLIRLSDYYGILSLKEICG
DLLGEQINEDNLFFLLDIVEQFDCRRLNAHCGEFLAEHFGDMWTELPERLMGLKVDTWAEMLKSNELHIRSEEELYEAVI
SYANQFKAEPQMRDKALTTLLPLIRFPYLRPRFLVQQVETDKSVMHLPIVHSLLYEAYRFRMYPAAHTTFRTEARRGFQR
FDRDHCSSAMQLSDDELKATLSNSSGWNNVRCVCPLSPSYNYVEFKADNGPNMMIGIVDGDCGRNAYAGQFSNGWTYYSQ
GGLYHAGGTPATGARYSPGDTIGVEVDFASSDGKINFYRNGQLSVSLTGIPKESTNLYPVVCCSAMGDAVSIVVGAVSPA
DEKAGKKSEVLGAWNHDAALELAREEGKPDAWWGRARLARGVECRYKYFIREGAAIAKWESWRENRRLVPLGVELFVDDG
RFGVEKTSPSSSPSPSSPSPPSSSSSSSDVWEDHGWLVSDIQLRITLGAKSLEHHSKPRTPPVELRDSQLRPHKLVFSSK
DPNIVAKSVFLDDDARDELKEHTFHTGGFSSLHLYVDFFVAGSTTKVGRAIITPALLRDLIGTAAIPIVSPELEEVGIFA
FEYLIVKPFEHENLSDVLARTYWKSTKFVDVGHRGCGANRAVSKSGKKTVVSENTLLSFVRAGQLGRGAVEFDVQLSKDG
VPVIFHDFLVPVDERGHYKVPVYSLTLQKFKELAKCSHSWSKDASGAVPYPARKGGQHSSSKAKQVEPSEEPTLFPSAAE
KHKLMRKRNSLGHVYHEGDENRPHTPLQDSFATLEEVFDIVPLSTGFNIEIKYPTIEQLAKGKVALYPERNQIVDAVLKV
VFDHAKRDRSIIYFSSFDADVCTMLSLKQPRYPVFFLTQGGSKLCLDHRRNSVPQAIRFAKSVNLLGLVVEVQPLLNAPE
LIKLVKSSGLLLATYGSPNNEQEYVRLQEEMGVDAVISDHLIVPRHKDASE                             
>Acas_g10917                                                                    
MSIHEAAEDGREEELQKLIQRNIQAVNEEDEYGETPLHLACMAGHPNCVKLLLHNGAQVDCQNSNGTTPLHYAARYGRQA
CVTLLLRNGANVARKDNAHWTPLHYAAINAQTKCAALLIEKGADANALTSDHNSPLHLAASAGVLDCVLLLVKHGAKLNA
KNKEGNTPLSLLTIKAKAAVDKEKNSLQRLSEDLRGLVNDKTYADVAFIIEGEDRRTLYGHKNIICLRCPRLKEIIQQHE
RHKGSNGSTSEPEQIGNLTIVHVQGMSASVFENLLHFVCTGEVPALVSLAAFLSSASSETDKVRELAQLVELLRAAEIYQ
YSHLADYCEEILSANLNVESAIEFLSATDYRKKGATGLREWGTLPGMNNDDVSRQCLARVRKTFGEYLIAHFNEAAESKG
FRKIKKEMIVDLLPELSKHKPAEYVRRVPKKKVEKVDAMKGNILLECKKIMTSLISDTDAWPFNQPVDPVALGIPTYFDI
IKEPMDFGTINQKLKNGKYEVLAQFERDVHLVFANALLFNEPDSDIGYWAKKLRGLFERRLVRVHNMLKEEKERYASAVA
AAPQQPAAAAGPPAAQKEPAASTSTSTTSSSSSSSSSSSSGASLTGAKKKPSRPVAAATAAKAAPATVISPEELEVARAR
LSQNVNRLSPHQLMEVLTMIQQASSMPTGEEGDSNGDIEIDLNELPARRADPGDEEHEEMTLEEEEADEPVAAAPATALK
TVSAPRKRQRSEFDFDATPEELGGGLDPKNENGVARQQRREKGRERRKDKADRGSGSGSDAGGGDKKRKRHHHHHHSSSA
SSSSTPSGGYASPGNAGTPGVSGSSASAAAAAAQQRKERKRIKEERDETYSQGGGGSGGRRNESYAPTSFEHIEFGHS  
>Acas_g11396                                                                    
MQASLPSTPGLLPSTTSLCQPTERPSPAPADVSDIYVWGSGQVGQLGLDPESEFELEDQYVSHPQRLRHEALLHKRVLQV
CCGRDWTACLTDAGLYTWGSNAYNQLGHHHQRELFTLMRELKQSYPSSPDAKWGYWRVDEPVESEHESESEGQAAERSPV
ERSQGLEKSRELTGCRLASSTTWLCATPKLVGGPLLNKTIVHVACGAQHMACVTDEGDVFTWGYGGRGALGHPNTRITGE
PMLVEYFRSPGGDAATRIFIKSVACGANGHAYGWGEHAFGQLGLGPIPETPMQHSAFYPCPTLISSLAEANQVVVSVACG
ASHTLFLTDVGHVYSCGSNVLGQLGNGTDHSLPVCIESLKSTKVTSISCGELFSAAVTDRGELWMWGAGSGQFGCKEGRH
AEYPGQVGFVGNVRQVACRSRSVMTLLGPPREASRPDYQKMLFARDFSFAVTLLLPDVNEAVFRKLLEFIYTGDFALLAS
AGLNDELYRLALELNFTGLVRKCAMLLGRPVPDAHQAAGGSAVRHIDDLREDLLRLLREPQFSDCTLRVEQQPGLEAKTF
ECHRAVLSARCPFFEAMLSADRGYKESQQAVISLSMPFDNDDVDAGSTVAELLKWIYAERFDPAPDTSQALLVLADEYRL
PLLAQMCETLIQEGVDETNVCDVLQFAETFRANKLRSYCIDHMAAPTFPSHLIDAAQLKPELLEQIQLRKGSWSEHSRSR
RKVKEREARYQQYEEERQTQVQRWAARDSPLFALGQALRESLERFDQAVAQADPAAKAPCWPRWMWRMSRQERRERLERL
HAERKQRKEAKRLRRLEEQEQAAAAQRERDEAQRRKRERMNRLDKGKEKAVDSDNEEEIDDFEAPLDLEQQQGREEEAPN
YDKATLTLMDTTQQATAEFGQISPKGALQLEVRALRREFNSIEEEARSLAPQVSVALDSSALSQEVVALRAELDALEREA
EQLVLERASQSLPPSLLVLPKEVRAIRAEFDAIEREAQSLAAECRAHSIVDPLLPKEVSAIRAEFDAIKRQAQQLAAWRE
AAVKEVSALRDEFAAIELAAQALQITLREADAHEEVVKREEVTVRSEEEERGYESEEEEEVKQNEEEEEEEMKVRGMRDS
AESPDGREDKHTTDEEKEKDRKMEDGEDDDNEELNRAIRLVEQAFALEREDPAKADHLFTQSSIGFLQAMRIADAQGKSD
VRRIVDGYIARIDARNLRRSAQMIKRKESESLHSAPEEEFMATSGMELESCDYGQLVADSSEEVATVSSLEEVVPQDSYL
TAVLSDELPRRATNNTPLRSPVVDAAAVATSAAPSTADTTGESESEVSAELLASAEMEPEDGAYMQAVVEEEEEADTPQR
SRASTVELRRDAAEAAAEVLNTITAGGSQAQTTGVSAAARWKPADNNGARKHDALANTRVTAPALRDINRRSEGIVFVVP
TSTQSSSSSTSTAPSPSPSSSSSSPTSTSTTPSPSTARVIFSSNRVPTTAATRLEPAARPKRPASTSFVSGRVSSSLASR
LALFESPSSSSTSPPQHPNSTTQTTPQLGPSSPVAVRATSFGQTRPAALSTPQPPGALGLRRRSSITTFQSPATATVAQD
AIERYQQQQQQSAEVSSGQRPAATAAASNGHETRTLSYVDLKDNRSSLPDWVDQAQLEVYLSDEDFGVVFQMSRQEFNAL
KSWRRNQFKKAAGLF                                                                 
>Acas_g11645                                                                    
MPKRAAHPTWWSGGVASVGSYVFAFGGIDPHTSLPTNSTHVLDTGSGEVSRLDCSGSAPAPRWGHTLSPVGNRLYMFGGA
LSPTICTNDLFLFETGTTLWRELRVKGDCPARRTGHAAAVVGTKVYIFGGKDQQGRLLNDLYILHTSGPARWEQVTGRGV
APAGRMDHALSAVGTRLFVHGGVVINDPATRASDLHVFDIVTQTWREVDVQKELGIALGPLGRYAAAVWKSAIVAKSEQG
TSIIDTRKILFSDPPADRLRDDLAGLLDGGQASDITFFVQGQLIPAHRCLLSVRMTEAGLAALLGRTPSTTEETPELESD
PSAVIEVADCTVDAFKAVLGLLYSDRARVLSPDSDAFLRLAERYQLSERVAPIAFYPLIVDQQQPLLPADQQQQQLVNAD



ADSLAVDLRKLFNLSLTTDQTSPQTERERQVLGLRDIAFVVGQRRVTTYKCVLVARSEYFRALLSANFGGEARSEIVISS
DGDGDGVVVDYESLVGVLEFVFTGTIDRFQAEARAHEAEQRRRLYCGRRPARMRQKQKKKNKLRRKRGLGGDSDSSSDSF
VGRVVALLAASTQFALFDLGSLCERTLIAELARRTPPVRQQPQKERRRPDNEEKVKATEKEIEDEREADDDNDEEGEEED
AADLALPLLIVADRFACAQLRSACLNVAALQADAFIWSGVGGGVIVLLALFAALTAYLCARHNHRRRPGGGSPYLPLYDE
EAAMPRGRKGKGGVMSAEASLREYLEDNVATPPETQQHRIREEEALMNARYYLRSSMAAMDTSLPGIGHRKRKFSFLVRH
PQRGLHLMTMVHRGINCVLSFGSDSGKATFCNLLQSLRHPYVCPTLDADFLAEKEMAVIFRAFQPKGSLKDLIYRGLAFF
QSKGFMYGHLHSGNVILDNKNVPPHRWRRGRELTAHDQVNEDTLASQPQVLDILKRILGLAVGQEEALRTTRIDSKGLDM
LKAAHRTSIIGKDDFLALEGEHELGRSLRRSIRGERRGRRSGASSPRSLAASTSSTPRGGGGPATQQNPLSPPLSPLLPL
SASAPAHQLAPLLLYSPPPGLRHHHLPTHRHQPPVAAVDSADHQQHQQQNQQHDGPAGQDEEETTTTMTDTNINDIDNRD
KKDETDPPLERMSPPAPTTLSTPLPPLSPSSPSTSTTPSAGVSPSSP                                 
>Acas_g11659                                                                    
MQNTNNNVNYFSFVRQEKEKEKERGKWHEFNEDWGETFPGKTNPRPHVVDLATGKVRALRVPAHISFGQLRWLPDGRRLL
AVGWETTERRLGIVYCTNRRSAVYLIGVDGDDDGKLTRVSADGGEDVTTPWSVPTPDGKGAVYASSPSLAPHNACFALRY
VDLSAEATGSAPRTVVPIVDIPSADAVPPAFPGLYDTCGSDDYWLDDRTLVTPSLWGSRQVLLAINVDTGAIHDLSTGKL
SGAKGGGEVEGERVSWDLCDVRKGAAILAIVSSPSLPPTPCFGALDTTSSGPRFVWSLFPATTSPRLDDMQQQFATIEHA
IHSVPVSQGEYERFEVVAIHQSGGEDVAKRRVLVLPHGGPHSTFPSGFQPLYLFFALQGYVVLLVNYRGSLGYGEKPLES
LMGRCGSQDVADVMQAVDYVTGTLKKGDPTKLYVCGGSHVMEQLPFADEFKDPAHGDLVVRLNQGQAAFHVHRAVLALAS
PVFSALLTNGMRESAQAVVDLVEEHLDHARAVGQLLAGLYPYHRTTIDMANVRALLHLGDKYQLRPRLREECEAFLLTLP
AAWDLMLLAQRYAGLDALLDRQAQWVAANVRLFRLRPELLVQLEAATVQRVVAHIAKLVHGLDPHPGRVLSHTGLDVDSA
QRVRAVFPFH                                                                      
>Acas_g12068                                                                    
MGDEADAVIKAEALSVLSAAVLSPRYSAEVRAHAAGVVGLVVNHDKRTTLGEQLAECLVAMVASDHRLAQKKALKAIHHS
QYASLQNRNLLVDKGVIEALARFIGNTPFLATNWMRFRWACGALGHGFTHNVEYLHRIAACDNLLHTVVELLKVRSPNYG
YAKCSVSLYFQELARSGEGALVMVEHKLPHAITTFINSALQSLFSSRFQFTALMNLFKQDVALHTLIHEQSLATAWRYLL
YHAKHSPAKKERVAMLKLYVEAIVAQRSKVKLLARARVGATAGDAQSGLDALLAFVFMSPDREEKTQMLLDRCGLDALFK
ALANESSALNVLTAFNCLTLGDAQIYEQSGVHPPTFSLPRPSAAAIPVVATATAPRAAALVAVAPPAAAAVAAPDPRIPR
PVRRTITQSGCFAQWRADQALHDVAFRFPSEGGVTVTAHKLLLAGKSAVFKAMFTSGMREARRGGADDDDNNNDADGLPV
VAIPNIASRTFQLLLDFCYGVHLLEPPSPVATGTTATTTAPDPQRAILNTLDAMAAWLSRAGASLDEVAALLAAAGQYEI
LDLEDGCAHFLGARLSGLNVMDMLRLGLMHRSPILVFRCFEFVLADPSVVLLKRAVTTKSAKVVTSRKSPSRAAATPSTQ
PTTDDEQAKKNEGKGEGDNEGEDGGGGEDDDEDEGEMEIDGTSHGNTTDEPGAAAPAEEPVTIQRSRWAWRPKARRVLLG
DPECRAMLRDFVLRGMADVPQLEFVGGGDASAPPAGPGVGLHAKDSKNCLLQ                            
>Acas_g12197                                                                    
MMMDEQGGEQRLDAVSLASLTSLGAATKAAHDRDKKRALRERNLLDLSTRLATLADDPGAWFSDVVLHLGPQREPVPAHR
AVLATASPILHALLLSSASSSQAGAVAELELPDVDPQTFKMLLRFVYSGALHAGSGLSTDAGLQLLELAERFDVPGLAGV
CLDRYVRKVISHENAFDLFAETYTKHKQQISIECLYFIEEHFSKLLKHNRAGFRQLPEAVLAEVLKSDRLSVGDEYMLFL
ALVDWGRAALAREQPDLVPSSPSSSSSSSSSLSSSSSSSSSSSSSLSLPSATSPALTDALRRRLASLMAHIRFPMMSPQG
LEEAEKTGLVPAELLYEAFRHHVLLRDGVVADGESPDVGDAALSAAASFSSSSSSSLLVEEDQKNPRLRRRKYHTYFLWD
PSWHGQNIQIEDQGRTARKVKAGWYSLAIGSTGFSTGKHYWEIKVNGQEFSVGVVLKSLPSTQLDNYLAASTDAWAYEAV
AQRKRGGVRTAYGEVYGVGDHIGVLLDLEQGHLSFFKNGKSMGPAYTDLPTGTPIFPAIGWRDGTATIVPAWCCSMDL  
>Acas_g12391                                                                    
MQLSASESGSKRSKGGGGLQLASMVDNRTCADVEFLVGKEATPVYASKVILIARSPVFEALLNGSFREGLPPTSSVSCST
SASPSLPPVFWHSASVPDLEPRTMRHLLHWCYTNTLHPELVHEDGDRDGDDDDDDDDDEAPSQHERDLVQLYAAADRYLL
KDCRTVAAEELSKVFENDSSRVLATFDLALGIAPELARSVCLKVIRDDASSQLGGPEIVQLQVEQQWLHLSLAAAEELLE
ADLEEIEEVDLFRAIERRYKHLRQFPDDEEQTGPQVASESAVEKVASLVWLLETHLMTTEEIKEVVEPSGLFSTKALMKA
YRRAASSHRFVVPDLHSTGTVEFDDRVAQGKVTWRISVFPGDTPTTYKIRFIIAPRKNIDISGKVSCKGISLTVFVNRSC
IKKVTMRGSCAVPGRVATTIHSRLFARLTILVRVPATALREIGE                                    
>Acas_g12724                                                                    
MELHEMMEDSVPAADEDALPMDEDEELIPGVGRQTCPWRRLRLRLPVEEDDDATDEDHEEEDEEDDGGAWPAGEGHSATL
VGHACSAEMLVLDMTTGRWRFSTDGLVARAFHSATLVGSLIYIYGGTSGDESLAAVHCFDTETETWSEVEVVDGGGDGDG
DNSTVPPPAFFFHSTTLVDNRLLVWGGTGGHLHYNNHLYSFDLATHRWSQCPVAGDPPSPRANHTATLVGSEVYFIGGFE
LSVRGPGDRQYYKKKYYDDVFILHTDRSPMAWEKARVGGAAISRRSGHIAEYFPEAFGEKEAIVVFGGRTKAAGQTFALN
DTWSLCLRPRLQWVEQKFAADESLASPQSLALPALPAAALLPLPRRNHAGCRFGTKLVVIGGWSGRENYGQSLADVFLLE
TNYVQEVPSTYAADMRQAMQAFFDAPQFSDLVFIVGDQRIHAHRAVVAARCPKLAAQLRCGLRESTSGEIAIGHHAYPVF
RKLVEFLYTDRVEVEPDDALDLLQAADEYMLERLKALCEEVVAAAVAEDNVAQLLEAAERYGARRLRSACVSLVAARPQL
LTSAPFLALPPTLLHDLRLFVPSS                                                        
>Acas_g13349                                                                    
MGRWIREQWVSFASTNKLLCFRIEYAKPVELLSIRAAGNAWMSKRPGHQLTLYDENMAIIAETCVHSDDDINMYMEVVLE
PQDKTAAHGKVFYLEEKHDLCILRNYNVVARPFRPAIPKGAIMDDVHSLFNNKELSDLTVVVEGKPIYCNRAMLAVRCPV
FKAMLYGPMKEGQQKTISIPEARHEVFLRLIEYLYTDDIRSELEADAYVELLMLGEQYNLPRLKAMCGVKLKQSISVNKV
STLLMTAHRHNSQQLKDLCIQYICEHHNET                                                  
>Acas_g13707                                                                    
MNTGGGDDQHEEEHEEEREEDEEEAARNNAFLHHLLAAMVTRQRTNDTNDELIASLKRSGALRSPEVEAALRAVPRGPFV



PADLADQAYVDTPLRLAAFGFNISAPHIEVVLHDTDYVPFMACLEFIYSGQVKIPDPDFAIELIGEANKLQLVRLKALCE
DLISKNIDIENAAYVYQVGSYHAVPRLRSIALDFVVTNFDQEEEHEEEREEDEEEAARNNAFLHHLLAAMVTRQRTNDTN
DELIASLKRSGALRSPEVEAALRAVPRGPFVPADLADQAYVDTPLRLAAFGFNISAPHMYAMCLEALGLELGHTFLDIGS
GCGHMTALGGQLVGKAGRADGIDLLPEYKRFAEDNLQRLKVETGLELPNLHFEVRNCFLPDLEERTYDRIHVGACCPTPR
LQSLVDLLNPGGILVTPNEDSLVKVTKSADGQSTSIDKLASVRYGDLKVPSDAEIKEAQLALERKKATTIEIPPDTFVQD
FARLLNNPDLSDVTFVVEGRKVPAHRFILQVRSEHFRAMFSK                                      
>Acas_g14417                                                                    
MCTYGSDFQPSDKWGSARQVVATGTHFLALLEDGWVVQRDHRLGGLPSTEHQVLPPHHSIIAIAANELYSAALSDTGELY
TWGIGPLGHKGASNPIKPKPEKVLGALENKRVISVACGREHMACVTDAGELYTCSGDGEVGAKLAEPQRVQALAGKKIVA
CSCGDYFSACVSDTGVLYTWGDGSTGALGHGEMTNEPSPRLVEAFKNKTVKSVVCGACHTVCIVLAGINQNQSLLMADLG
RICEAEELKGGHTLDEEECFYDVKLRCAREPLKPALRAHKAVLAARCPAWHALLPQQELKTVDAADEEAPSSSSSSSSPA
AAADMWELVVDGMEHAVMVEFVRYLYTDRVSPDLEDRLL                                         
>Acas_g14556                                                                    
YHRMVDGQYRVVHLFDNVQTEDWGWSDQIIRECTAFLLVYSITSRSSFDSLAAWVDRIVRGKNKADREDLREVSYAEADL
LAQTYDALFFEASARTRFNVEQCVLAATSQEAPERRQEWHQKKVARLKAKGKKIPPIPPMSPVSSTYGPDFWSLVGEHKC
SDIEFEVAGDIVPAHSVVLIAHSPRFMKSFVREGRRRKAVLGVDEETFRAVLDWIYAGIFPKPESTDMRAYIRLYNAAVK
LGVDSL                                                                          
>Acas_g14888                                                                    
MFMSQWRESDLGEIEIIDVEPDVFLHLLKFLYTHRLDADQELNLQLAVKLLLVADQFLLPSLQIAVQKYLAQNIHKNQDS
FVMLWEIAEQFEFKEVKKACLKFILDDLGHQRRRALEQQQHDTDQEQQQRKQQQQEEEKKRKLDVDAAAMEIEGEQQPQQ
LATDADTATATATATAAKKRRRTDSPEEEEGEGEGEAVAATIDGGMEVEKKEKGKEKAGDEEEEKEEKGDEYREVCRKLI
FEVLEKKMDLPRKYRSIHWKKDEEVASASSSSSAAAPASSP                                       
>Acas_g15036                                                                    
YHHTAVVHGGSMYVFGGKKSFNEIVEYRFSTETWSLVQSEGSGPRPRWGHGACVWRGGMWIFAGRDNVFSFKDLLVFHFE
SGRWQRMATSEGISERAHHSLVAYGDHLYSFAGCNIFHFCFNDLFVYNLVDGHGGAPNTLVDDFKHLLGDPSLSDITFVF
PNEGDKKIRAHKNILSARCAPMQALLRSGTRESCFSSSPRHGHFM                                   
>Acas_g16742                                                                    
MMTGLGARCPPLYELAAQEQQRPSAEGGSSIGGGGGGGKKQKRQGKAKAKAKKDESSTSSSPPSSSSFPASSSAAFFAPV
EVELSDVPSAQAFREILYFIYTDEVRFSPKMTLSQLFELLALATRFRLDRFVRLCERYI                     
>Acas_g18389                                                                    
MWDSTKLDLDHMVDTFDPTVKQPQHDACFVVEGKRLYAERAVLCARSTFFAGMFGSSMKEAVEGEVELESTYNAVFAMLE
WMYTGCISTDNFDDILQLWQSSHMYDMEALQNYCQKRLLKLFEARSKQL                               
>Acas_g18470                                                                    
MFMSQWRESDLGEIEIIDVEPDVFLHLLKFLYTHRLDADQELNLQLAVKLLLVADQFLLPSLQIAVHE            
>Atha_AT2G39760                                                                 
MSTVGGIEQLIPDSVSTSFIETVNGSHQFTIQGYSLAKGMSPGKFIQSDIFSVGGYDWAIYFYPDGKNPEDQSSYISLFI
ALASDSNDIRALFELTLMDQSGKGKHKVHSHFDRALEGGPYTLKYKGSMWGYKRFFKRSALETSDYLKDDCLVINCTVGV
VRARLEGPKQYGIVLPLSNMGQGLKDLLDSEVGCDIAFQVGDETYKAHKLILAARSPVFRAQFFGPIGNNNVDRIVIDDI
EPSIFKAMLSFIYTDVLPNVHEITGSTSASSFTNMIQHLLAAADLYDLARLKILCEVLLCEKLDVDNVATTLALAEQHQF
LQLKAFCLEFVASPANLGAVMKSEGFKHLKQSCPTLLSELLNTVAAADKSSTSGQSNKKRSASSVLGCDTTNVRQLRRRT
RKEVRAVS*                                                                       
>Atha_AT2G05330                                                                 
MATQTNQDHFSGDLRRSWQKIGKLTYGSRQWIVMMASRSAVLKKMLESDEFKTSAKQVGTITLLEMKQEELEAFVEFLYS
DGSMLSSKVKQHARALYRAADKYEILRLRELCRSELISSLNSTNSLNLLELAQIPFDKVLNDAALSYIKTNELMFPSFDE
FKLFVDNYPNLAVEVMMASLTRTPSTSCSRCGLITYHNQTGTSCCSCGFDYPRRS*                        
>Atha_AT2G04740                                                                 
MSPIENSSSWTLESDLEDLDLDLQDYKPSVPLKKVPNGDIFEASRAGDVDRLRYLVETGVNVNARDRWDSVALYYACLAG
HIDSARLLLENGAICSEHTFDGDRCHYASLNLRIRKLLKAFEARPPPLAPLQASLRDTFLGCCHNRDYLQQEEANLDVSD
TLSEFGSSNYFPPDVMFYVQGRPIEAHRVILSARSPFFKQKFENEWKDRREVRFSKEKLSYPALCSLIHFFYSDRLEISV
DDMEDLVRICKVCKCESLQKIIEKELIHQRYAEYKTHRDLDNSMKRFILQGISLPEEDRLPASLHRILRVSLAKSFVGDV
IDSSVGDTRVGDSVESLADVCVRVDKRNFYCHQVILASRSEYFRARLSRVNDFHEGKNGLPGDTLPFLEEHDLSAEAFEK
MIEYMYTDGLKEINPNQAEEIFDVASRYLLFPLKRAVADALLPHLETATPAELCQWLVLSDMYGVLKIREYCLDLVACNF
EAFVETHEFRAMLLTLPPPSGDSSLRTTVPSAPGAMMTTDQGNLLDDLREKWLEAEALELDMRDESALIFDKRLAMLVEI
AEREKSESEAEDYKDTSA*                                                             
>Atha_AT2G23050                                                                 
MKFMKLGTKPDSFLSKGDNVRYVTNELETEIIIIIGNVKFYLHKFPLLSKSGFLQKHIATSKNEEEKKNQIDEIDISEIP
GGSVAFEICVKFCYGITVTLNAYNVVAVRCAAEFLEMNETFEKSNLVYKIDVFLNSTIFRSWKDSIIVLQTTKDLLSDDS
EELVKRCLGSIASTASIDTSKVKWSYTYNRKKKLEKVRKPEDGVPKDWWVEDLCELHIDLYKQAIKAIKNRGKVPSNVIG
EALHAYAIRRIAGFSKESMQLIDRSLINTIIELLPDEKGNISSSFLTKLHRASIFLGCEETVKEKLKKRVSEQLEETTVN
DILMYDLDMVQSLVKEFMNRDPKTHSKVSVAKLIDGYLAEKSRDPNLPLQNFLSLAETLSSFPRHSHDVLYRAIDMFLKE
HSGISKSEKKRVCGLMDCRKLSAEACEHAVQNERLPMRVIVQVLFFEQIRANGSSTGYSTPELTTTTLNTEDDEWDHEKE
F*                                                                              



>Atha_AT2G30520                                                                 
MATEGKNPINMNSMSSSLARTGQWVFSQDIPTDVVVEVGEANFSLHKFMLVAKSNYIRKLIMESKDSDVTRINLSDIPGG
PEIFEKAAKFCYGVNFEITVQNVAALHCAAEFLQMTDKYCDNNLAGRTQDFLSQVALSSLSGAIVVLKSCEILLPISRDL
GIVRRCVDVVGAKACNEAMFPCRTPPNWWTEELCILDVDFFSDVVSSMKQRGVKPSSLASAIITYTEKSLRDLVRDHSGR
GVKYSDPGDNESDERSQQRDLVQSIVSLLPSDKGLFPVNFLCSLLRCAVFLDTSLTCKNELEKRISVVLEHVSVDDLLIP
SFTYDGERLLDLDSVRRIISAFVEKEKNVGVFNGGDFNRGVCSVSLQRVAKTVDSYLAEIATYGDLTISKFNAIANLVPK
SARKSDDDLYRAIDIFLKAHPNLDEIEREKVCSSMDPLKLSYDARLHASQNKRLPVNIVLHALYYDQLKLRSGVAEQEER
AVVVLPEALKTRSQLQADTTLAKENEALRSELMKMKMYVSDMQKNKNGAGASSSNSSSLVSSKKSKHTFFSSVSKKLGKL
NPFKNGSKDTSHIDEDLGGVDITKPRRRRFSIS*                                              
>Atha_AT2G36370                                                                 
MSEILSYGSVKVRAHRTRLIQESSYFHGLLSGSFSESGLDHISVEWNLESFLNLLMCLYGYDIEITSSSFLPLFESALYF
GVEKLLSICKNWLSVLASSNDNALPKVELSDLIQIWSFGLEHAGEFVPDLCVAYLAKNFMLVKSDKYFGNVPYELLMWCV
KHPHLTVHSEMDLVDGLLIWLDAGGRLSDLPESSQDNTINLMEQVRFSLLPLWFIAGRSKSHGFSKFADQSIELVTKLMK
MPSTCLVDSLTDGPPTDVRVRLTEYSEILDLSGCPQLNEASLLLSILPNSYFANLRWRKSLESFLKNPDDDERHQEQISH
RTLPILSFESVKEIDISKCQRLDYKVVIKCFSKSFPSLRKLRAAYLLNIKVSTLLELLLNFRELTEVDLTVDVSPIIPVQ
ASVFYSGQGHCLLSSITRLTLEGRSDICDMELRSISRVCESLCYLNIKGCALLSDACIASVIQRCKKLCSLIVCYTSFSE
NSILALCATISMTNEHMDINSVASNLQTLHMSKCEGISETSLLNLITHSQKMKSLCLRDTKVSDSVLCEFPGSTLEALDI
SNTTISWMALARVISRNPNLKTLKARGCKNLLQLEVDGRTDNFSPLVSGQEVFKCLSKGSGLEELEIGWGFSYFSFESLR
PAASFLRVISVGLGASLGEDVLKLLPSTCPLLESIVLHFQEISDSALTSVLTSLKHLQELALSYCFGEISLQSFKFSMPN
LRKLRLERVTRWMTNDDLLVLTQSCPNLTELSLVGCLHLTSDCQPIISAGWPGMISLHLEECGSITENGVASLYGCIALE
DLFLRHNGSGIQKSFLLDATLKFPMLRLVSLDMCDAKEGGFDVPEEKEEGRSLSIVKISRCKSDRCSLGRRAAPMHRETL
VMLWNGQTLTKTLLKQRL*                                                             
>Atha_AT2G30600                                                                 
MVAAKENKFLTVAPFECAWSDDLKFREAGRGCVAFDAFAHNDVTVVFRENVGTQHYHYKKDNSPHYIVIIGSNRNRRLKI
QVDGKSVVDEEASDLCRCSLEFQSYWISIYDGLISIGKGRYPFQNLVFKWQDPKPNCNVQYVGLSSWDKHVGYRNVSVFP
VTHNHILLWKQVDCREVRGDESGDEKVVEEGTGYDYEQWGLGNFLESWQLSDTVFLVGEEEMDVPAHKVILQASGNFPLR
SSDGDVIQLRGVSYPILHALLQYIYTGRTQILESELAPLRDLSSKFEVMSLVRQCEESIDHFKLSKTAFDSCRKVKLLCP
ISHPLSGFMFPSAFPVDVGKLVKLYSTGEYSDIKIYLSDHSLTFQSHKVILSLWSVAFAKMFTNGMSESHSSTIYLTDVS
PEAFKAMMNFMYSGELNMEDTVNFGTELIHLLFLADRFGVVPLHQECCKMLLECLSEWVAVSSLLKLKEKRNEIPHSNYR
VKRILILCHVYITCRDGVPFWKKDSVCSVLQVVSSISSCKLIEEMCKRKFSMHFDYCTTASLDFVLLDQTTFSDILESAD
LTVTSEEKILNAVLMWCMKAEESHSWGVIDEMMNYADPKSLFKERLQSLDDLLPHVRFSLLPYELLKRLENSNLSKEIPV
FNRLLKEAASFLTSGLISPGNEPISRFQHRRSSFKELQYIRDGDSNGVLHFVGTSYGSHQWVNPVLAKKINITSSSPTSR
FTDPKALASKAYAGTSFAGPRMEDGHISSWWVVDLGEEHQLMCNYYTFRQDGSRAFTRFWKFQGSMDGKTWTDLRVHEDD
QTMCKAGQFASWPITAANALLPFRFFRLVLTGPTADTSTPWNFCICYLELYGYFR*                        
>Atha_AT2G40450                                                                 
MATQSNKEAFLGGFKKLLNEQWQADVRLKAGDSDETTSIFAHKLVLVARSEVFKKILESDEFKASSKQMETVTLSEMKHE
ELEAFVEFIYRVDGSICSASLKKHARSLFHAADKYEIPHLRDLCRNELISSLNSSNALSILELAQIPFDKALNDPAFTTI
ITNISTIASGDEFKLFVANHPNLAVDIMKASITRLSTSRKICGYCNRYY*                              
>Atha_AT2G41370                                                                 
MSNLEESLRSLSLDFLNLLINGQAFSDVTFSVEGRLVHAHRCILAARSLFFRKFFCGTDSPQPVTGIDPTQHGSVPASPT
RGSTAPAGIIPVNSVGYEVFLLLLQFLYSGQVSIVPQKHEPRPNCGERGCWHTHCSAAVDLALDTLAASRYFGVEQLALL
TQKQLASMVEKASIEDVMKVLIASRKQDMHQLWTTCSHLVAKSGLPPEILAKHLPIDVVTKIEELRLKSSIARRSLMPHN
HHHDLSVAQDLEDQKIRRMRRALDSSDVELVKLMVMGEGLNLDESLALHYAVESCSREVVKALLELGAADVNYPAGPAGK
TPLHIAAEMVSPDMVAVLLDHHADPNVRTVGGITPLDILRTLTSDFLFKGAVPGLTHIEPNKLRLCLELVQSAAMVISRE
EGNNSNNQNNDNNTGIYPHMNEEHNSGSSGGSNNNLDSRLVYLNLGAGTGQMGPGRDQGDDHNSQREGMSRHHHHHQDPS
TMYHHHHQHHF*                                                                    
>Atha_AT2G40440                                                                 
MATETNKELFVGGFAKILKEQRQVDVRLKAGDSGDEGASTSAHKLVLSARSEVFKKMLESDEIKASAQLETITLCEMKHE
ELEAFIEFIYSDGSMLSAKEKQHKMANKIEFIDSFAKYWKEKVGVDVLLKAGDQTDPIPAHKIILAASSEVLKQMIDSTS
SASDPITFSEMTHDELYIPLLSSCTKVTFRIQNC*                                             
>Atha_AT2G46260                                                                 
MRGSNNTDLFDPKTEMDSNFSRHGSSSEGDFGFAFNDSNFSDRLLRIEILGGPSDSRSDAEGCTSIADWARHRKRRREDN
KKDNGVAISDIVACAEEQILTDNNQPDMDDAPGGDNLDDEGEAMVEEALSGDDDASSEPNWGIDCSTVVRVKELHISSPI
LAAKSPFFYKLFSNGMRESEQRHVTLRISAQEEGALMELLNFMYSNSLSVTTAPALLDVLMAADKFEVASCMRYCSRLLR
NMPMTPDSALLYLELPSSVLMAEAVQPLTDAAKQFLASRYKDITKFHDEVMALPLAGIEAILSSDDLQIASEDAVYDFVL
KWARGQYSSLEDRREILGSRLALYIRFPYMTCRKLKKVLTCSDFEHEVASKQVLEALFFKAEAPHRQRILAAEGSDSMNR
RFIERAYKYRPVKVVEFELPRPQCVVYLDLKREECAGLFPSGRVYSQAFHLGGQGFFLSAHCNMDQQSSFHCFGLFLGMQ
EKGAVSFGVDYEFAARDKSTKEEYVSKYKGNYTFTGGKAVGYRNLFGIPWTSFIAEDSQHFINGILHLRAELTIKRSSDL
H*                                                                              
>Atha_AT4G31820                                                                 
MKFMKLGSKPDTFESDGKFVKYAVSDLDSDVTIHVGEVTFHLHKFPLLSKSNRMQRLVFEASEEKTDEITILDMPGGYKA
FEICAKFCYGMTVTLNAYNITAVRCAAEYLEMTEDADRGNLIYKIEVFLNSGIFRSWKDSIIVLQTTRSLLPWSEDLKLV



GRCIDSVSAKILVNPETITWSYTFNRKLSGPDKIVEYHREKREENVIPKDWWVEDVCELEIDMFKRVISVVKSSGRMNNG
VIAEALRYYVARWLPESMESLTSEASSNKDLVETVVFLLPKVNRAMSYSSCSFLLKLLKVSILVGADETVREDLVENVSL
KLHEASVKDLLIHEVELVHRIVDQFMADEKRVSEDDRYKEFVLGNGILLSVGRLIDAYLALNSELTLSSFVELSELVPES
ARPIHDGLYKAIDTFMKEHPELTKSEKKRLCGLMDVRKLTNEASTHAAQNERLPLRVVVQVLYFEQLRANHSPVASVAAS
SHSPVEKTEENKGEEATKKVELSKKSRGSKSTRSGGGAQLMPSRSRRIFEKIWPGKGEISNKSSEVSSGSSQSPPAKSSS
SSSRRRRHSIS*                                                                    
>Atha_AT4G37610                                                                 
MENMDDFSPENVLAPPPPPPPMKKSTDLFMQRSNSFVSKATRDSWDRMFDEAHGADVLIHTDDNGLIYAHSNVIGMASDV
IRGMMKQHKRKSHRKSISILGVPHHALRVFIRFLYSSCYEKQDMEDFAIHLLVLSHVYVVPHLKRVCESEFESSLLNKEN
VIDVFQLALLCDAPRLGLLCHRMILNNFEEVSTSEGWQAMKESHPRLQKELLRSVAYELNSLKQRNRKQKEIQTYTQLYE
AMEAFVHICRDGCREIGPTKTETPHMSCGFQACNGLEQLLKHLAGCKLRSIPGGCSRCKRMWQLLELHSRICVDSEQCKV
PLCSSLKERMKTQSRKDEKRWKLLVRNVLSTKRIGGSPFFLQAIDVTL*                               
>Atha_AT4G37590                                                                 
MKFMKLGSKPDSFQSEGDNVRYVSSELATDVIVIIGDVKFYLHKFPLLSKSARLQKLITTSTSSSNEENQIHHHHHEDEI
EIAEIPGGPASFEICAKFCYGMTVTLNAYNVVAARCAAEFLEMYETVEKGNLVYKIEVFLNSSILQSWKDSIIVLQTTRA
LSPYSEELKLTGRCLDSIASRASIDTSKVEWSYTYSKKKNLDNGLRKPQAVPRDWWVEDLCDLHIDLYKRALATIEARGN
VSADVIGEALHAYAIKRIPGFSKSSSVQVTDFAKYRALADSIIELIPDEKRSVSSSFLTKLLRASIFLGCDEVAGLKNRV
GERLDEANLGDVLLYDVELMQSLVEVFLKSRDPREDDVTAKASVAKLVDGYLAEKSRDSDNLPLQKFLSLAEMVSSFPRQ
SHDGVYRAIDMFLKEHPEMNKSEKKRICRLMDCRKLSAEACAHAVQNERLPMRVVVQVLFFEQVRANNNGSSSTGNSTPE
VIPASRSTNTTDQEDTECWDTEDIKALRGELANLRLAKNQQESHNQGKLMKGGGLGVSRVFSKLWSGKERSGDMISSSGT
SSPGSVNDDSKSSSSTSKKH*                                                           
>Atha_AT4G04090                                                                 
MGTQTNKGFFYDEFLKVLKEQQVDVRLMARDSEKDAAISAHKRILSARSEVFEEMFESDKYKASSKLETITLSEMKHEVL
EAFVDFTYSDGSMLSEKAKQHAMSLYSAAKDYEIPRLWCLCRKELIASLNMSNALRVLQLAQIPYDESLSVAAFTTIKNS
KLKLSSSTKVKVFVVNHPNGPLEITRAIFPRN*                                               
>Atha_AT4G08455                                                                 
MRCISCREEYLPRNAGTCKECYVEAGETEEELKREIDDLKAKVAFLRLSSSLDHGTSSTSRSFTDVVLIASEDNAGSPPI
PAHKSVLVSRSPVFKAMLENEMEESLSGTIKISDVSYDALRTFVYYLYTAEACLDEQMACDLLVMSEKYQVKHLKSYCER
FLVTKLSPDNSLMTYAFAHQHNAKHVLDAALSQIVENMDKLTKREEYMELVEKDPRLIVEIYEAYLSKQVNTAAGGTSTS
KTS*                                                                            
>Atha_AT4G15840                                                                 
MDQEYRNSRTTVTHHQHHHQMRMTVPPPPSPQPSPPVLPHAESDQSTSELRSLDCNLTSLCDHIQSEGFGSGAFSDVVVK
AMGSSYHLHRLILSRSSYFRTMLQGPWKEASSPVVNLLVDDKNVNGDAISVALAYLYGYHPKLDDDNAFRVLAAASFLDL
QDLCAICTDFIISELRTSNFLAYQVFAESQDYGIHGERVRNACWGYLCQSGAVELREMLPKLSAQTLCALLTSDELWVPS
EEKRFELALYAFIANSALSNSDHSNQDSRFERETSFPLDSAISKGKNVMDDFSFRSLDCKLGHLDIEADLRDASDDVIVP
LTEGVIDFQRGVSGSNLVFQQSSNSQTNFGRPCTSVVDKTEGSVVAIEGPSEEAYHLSNDSWLSGADSRNSPTLGSSSDG
FVVNEWGNCGVSALTWGGRVVGTRQGTGSVKGKYGFTEEEYSAFVNTFEGGSLLYCNMSFEILLNARKELEELGFPCKAV
NDGLWLQMLLSQRVQEVAANTCKRCCLISIACACKQGFGVSHGATFNNYYCQENVQNNMMGDMDNVYVPESSQGDGIGIF
KPVRISVRGQHIDGLAGIGCEATFVPPPAWPPTPFVYSRVPINRNGQQSIASDGSEGRIDQSGEISKDGLTALVGLSQGT
SGVGNNPRGEQTEGGRGSGATVGMSEPKEPSVGTEWENASCTISLDTKTPLCHFPPFRFGVEFEDVHRLANGHVEHSPEF
FYAGSLWKISIQAFNDEDPQGRRTIGLFLHRRKAEIVDSVRKVHVYIDPRDKVTARYQLICPSKREVMLFGSFKQRGTLL
PKAPKGWGWRTALLFDELSELLQNGALRVAAVVQLV*                                           
>Atha_AT4G26120                                                                 
MATTTTTTTARFSDSYEFSNTSGNSFFAAESSLDYPTEFLTPPEVSALKLLSNCLESVFDSPETFYSDAKLVLAGGREVS
FHRCILSARIPVFKSALATVKEQKSSTTVKLQLKEIARDYEVGFDSVVAVLAYVYSGRVRSPPKGASACVDDDCCHVACR
SKVDFMVEVLYLSFVFQIQELVTLYERQFLEIVDKVVVEDILVIFKLDTLCGTTYKKLLDRCIEIIVKSDIELVSLEKSL
PQHIFKQIIDIREALCLEPPKLERHVKNIYKALDSDDVELVKMLLLEGHTNLDEAYALHFAIAHCAVKTAYDLLELELAD
VNLRNPRGYTVLHVAAMRKEPKLIISLLMKGANILDTTLDGRTALVIVKRLTKADDYKTSTEDGTPSLKGGLCIEVLEHE
QKLEYLSPIEASLSLPVTPEELRMRLLYYENRVALARLLFPVETETVQGIAKLEETCEFTASSLEPDHHIGEKRTSLDLN
MAPFQIHEKHLSRLRALCKTVELGKRYFKRCSLDHFMDTEDLNHLASVEEDTPEKRLQKKQRYMELQETLMKTFSEDKEE
CGKSSTPKPTSAVRSNRKLSHRRLKVDKRDFLKRPYGNGD*                                       
>Atha_AT4G19660                                                                 
MAATAIEPSSSISFTSSHLSNPSPVVTTYHSAANLEELSSNLEQLLTNPDCDYTDAEIIIEEEANPVSVHRCVLAARSKF
FLDLFKKDKDSSEKKPKYQMKDLLPYGNVGREAFLHFLSYIYTGRLKPFPIEVSTCVDSVCAHDSCKPAIDFAVELMYAS
FVFQIPDLVSSFQRKLRNYVEKSLVENVLPILLVAFHCDLTQLLDQCIERVARSDLDRFCIEKELPLEVLEKIKQLRVKS
VNIPEVEDKSIERTGKVLKALDSDDVELVKLLLTESDITLDQANGLHYAVAYSDPKVVTQVLDLDMADVNFRNSRGYTVL
HIAAMRREPTIIIPLIQKGANASDFTFDGRSAVNICRRLTRPKDYHTKTSRKEPSKYRLCIDILEREIRRNPLVSGDTPT
CSHSMPEDLQMRLLYLEKRVGLAQLFFPAEANVAMDVANVEGTSECTGLLTPPPSNDTTENLGKVDLNETPYVQTKRMLT
RMKALMKTVETGRRYFPSCYEVLDKYMDQYMDEEIPDMSYPEKGTVKERRQKRMRYNELKNDVKKAYSKDKVARSCLSSS
SPASSLREALENPT*                                                                 
>Atha_AT4G01160                                                                 
MDLSLSGGDFRFAFNNVNFSDRLLRIEITQSSGEGEVICSSIVDWARDRKRRREDIVNENSNNKTQVLVTAAEQEPKSGG



EDENERLTNNNTSVLSVQELHISSAILAAKSPFFYKLFSNGMLESEQKQMTLKIDASEETAVMELLKFMYSNSLSVTASS
ALLDVLMVADKFEVASCMKYCSQLLLKMPMTLESSLLLLDLPSSLLMADSVKPLTNAARQFIASRYKNMSKITMEELMAL
PLVGIEAILASDGLEIQSEDVVYEVVLKWVKSHYSVLEARQEVLGSHLARYIRFPHMTTDRLKKILTSNDFRPSVASKLV
VEALFFKTESLAHQHVLLAHEQPASTSRRFAKRAYVHRPIKIVEFAVPRPQCIIYLDLKRKECESIYPSSRISSQQFTLG
GQGFFLSAQCNMDHLCLIHCFGLFIGMQENGSASASVTVDYDFSVRSKPTMEFVGKFKGIYTFTRGKAVGCRNLLGIPWD
IFTAKNCPYFINDVLHLRADLSIRL*                                                      
>Atha_AT1G04390                                                                 
MASSKGGNTTAHINTLHHRLYHALNLGFRVCDEKEKKWKCTDIEIQRHVVKSISAFLDCFSRATANNRLIKDSISDIAGA
LVFILGSKNRAVVGLAANVVIRLIRIVPPSILHSYSLDLVESLSPLLCCQQFDVSLPCAVALNAILVNVRETKEKEVWKI
LEDEKTVVSVVGNLQIFSEGSMSVEWFQEMALLLSTIMLKWPQSRYSVWNNPALMGVLESVSQKPDMGLTVATLKLYSSL
ALCGHGANELLDNGKPMLDMMISCMEESSSQNARIEGLKLAQRLAATVRTMGKWFLSSGKLELDQMSLLVEACKLALITR
WEGQHHIYFWKYRISEALLSLVVENFHSQSLDGYVSLEEEVLVAEKRVSIKSSANDDMFSLQIHIIEGPSYPVIYPRRRC
WYQRNWENIGASSFAPSSQSITEKRICCWVCTEDWDNKDAFLLYALLALAELVNHSFFGQNHAEELSMKSGNLKDRLCTT
LKEIRDGTYGSGPRWYAAHILSYFGYYGFEHKLGKRLMCAYEDEEYSDMRLLFASGNSASVNKVIIAVRCPMLLPPKEGA
HSSSTISTEKSQRTVQEIRMSANVDILALVKLLEFAYSGYVEVESTTLKKLKPLAKHCKAKVLLQMLCRRRPKWGSSIPE
IDIPLALTPKLIHFSDVILVPKETNVACFNCRMCSLTSPHAHSHRVILSSGCEYLRALFRSGMQESHLDRLNVPVSWLGL
TKLVSWFYSDELPKPPSGCKWNNMDTEAKLDELQAYVEIYSLSEWWIMEELQNDCAHVILSCLESARELSIKTIELAASF
SMWKLVEAAANHAAPIYHQLRDSGELDELDDELVNLIRTAAVQFSQQGG*                              
>Atha_AT1G64280                                                                 
MDTTIDGFADSYEISSTSFVATDNTDSSIVYLAAEQVLTGPDVSALQLLSNSFESVFDSPDDFYSDAKLVLSDGREVSFH
RCVLSARSSFFKSALAAAKKEKDSNNTAAVKLELKEIAKDYEVGFDSVVTVLAYVYSSRVRPPPKGVSECADENCCHVAC
RPAVDFMLEVLYLAFIFKIPELITLYQRHLLDVVDKVVIEDTLVILKLANICGKACMKLLDRCKEIIVKSNVDMVSLEKS
LPEELVKEIIDRRKELGLEVPKVKKHVSNVHKALDSDDIELVKLLLKEDHTNLDDACALHFAVAYCNVKTATDLLKLDLA
DVNHRNPRGYTVLHVAAMRKEPQLILSLLEKGASASEATLEGRTALMIAKQATMAVECNNIPEQCKHSLKGRLCVEILEQ
EDKREQIPRDVPPSFAVAADELKMTLLDLENRVALAQRLFPTEAQAAMEIAEMKGTCEFIVTSLEPDRLTGTKRTSPGVK
IAPFRILEEHQSRLKALSKTVELGKRFFPRCSAVLDQIMNCEDLTQLACGEDDTAEKRLQKKQRYMEIQETLKKAFSEDN
LELGNSSLTDSTSSTSKSTGGKRSNRKLSHRRR*                                              
>Atha_AT1G21780                                                                 
MGDTKVETISRLAQWRIENFGPCSFKKSDPFKVGIWNWHLSIERNRYLSVRLFPELSRVSKEQPPVAKFVLRVSNVGPNR
RFYISPVYEKLLRTTDDCVWHVDSSFHGRFTIDVEFLDLKICPVNGGEASPVWPTDATMQSISTQTTLKCLSRMLEESIL
TDVIIHTADGTLSAHKAILSASSTVFKSMFHHDLMEKESSTIHIDDMSRESCMALLSYLYGNITQEEFWKHRLALLGAAN
KYDITDLKAACEESLMEDINSSNVLERLQEAWLYQLEKLKKGCLMYLFDFGKIYDVREEISSFFRQADRELMLEMFQEVL
SVWKPV*                                                                         
>Atha_AT1G30440                                                                 
MACMKLGSKSDAFQRQGQAWFCTTGLPSDIVVEVGEMSFHLHKFPLLSRSGVMERRIAEASKEGDDKCLIEISDLPGGDK
TFELVAKFCYGVKLELTASNVVYLRCAAEHLEMTEEHGEGNLISQTETFFNQVVLKSWKDSIKALHSCDEVLEYADELNI
TKKCIESLAMRASTDPNLFGWPVVEHGGPMQSPGGSVLWNGISTGARPKHTSSDWWYEDASMLSFPLFKRLITVMESRGI
REDIIAGSLTYYTRKHLPGLKRRRGGPESSGRFSTPLGSGNVLSEEEQKNLLEEIQELLRMQKGLVPTKFFVDMLRIAKI
LKASPDCIANLEKRIGMQLDQAALEDLVMPSFSHTMETLYDVDSVQRILDHFLGTDQIMPGGVGSPCSSVDDGNLIGSPQ
SITPMTAVAKLIDGYLAEVAPDVNLKLPKFQALAASIPEYARLLDDGLYRAIDIYLKHHPWLAETERENLCRLLDCQKLS
LEACTHAAQNERLPLRIIVQVLFFEQLQLRTSVAGCFLVSDNLDGGSRQLRSGGYVGGPNEGGGGGGGWATAVRENQVLK
VGMDSMRMRVCELEKECSNMRQEIEKLGKTTKGGGSASNGVGSKTWENVSKKLGFGFKLKSHQMCSAQEGSVSKSNNENV
KIEKLKDVKERRGKHKKASSISSER*                                                      
>Atha_AT1G01640                                                                 
MTEAEQKAAFLGGLVVSFKEQMHTDVLVKPGEEAPPIPTHKAVLAARSKVFRNMLDSDECKTSPEESITLPDLSHDELKS
LLEFLYSGNLKAPYNQYRSLYLAADKYDISYLQDVCRNHFIASLSSRNVLDILELASIPCDTILKDAAINHIVKHMEEVV
VPMKYETFVQRNPDLSVEITRAYLRETKAKAKDHGAPLNGNTRPRIW*                                
>Atha_AT1G55760                                                                 
MTDSAYRVDTISRLAQWRIHNLSSSTYRKSDPFKMGLWNWHLSVEKSKMLLNVKLYPEVSNLTRENPPVASFALRVVSST
GERKALSHPEVIDKRIKTNEDFIWTIEVPLTGKIIIDVEFLDLKVLSQDSGELYSIWANGSTENQSQVTAVTSLGRMLTE
SIYTDITINASDGSIGAHRAVLAARSPVFRSMFLHDLKEKELSEINVLDMPLDACQAFLSYIYGNIQNEDFLIHRLALLQ
AAEKYDIADLKEACHLSLLDDIDTKNVLERLQNAYLYQLPELKASCMRYLVKFGKIFEIRDEFNIFMQCADRDLISEIFH
EVLSTWKGF*                                                                      
>Atha_AT1G05690                                                                 
MSSSTKNIPKPPPLPCITYQRFQSSTRKPSSLMRLVPKEALETWDKLFKEGSGADTYVETDNKSHFPAHSSVLAAASPVI
ATLLNQSRDKNGNTYLKIHGVPCEAVYMFIRFLYSSCYEEEEMKKFVLHLLVLSHCYSVPSLKRLCVEILDQGWINKENV
IDVLQLARNCDVTRICFVCLSMVIKDFKSVSSTEGWKVMKRSNPLLEQELIEAVIESDSRKQERRRKLEEREVYLQLYEA
MEALVHICREGCGTIGPRDKALKGSHTVCKFPACKGLEGALRHFLGCKSRASCSHCKRMWQLLQLHSCICDDSNSCKVSL
CWNFKEKMKKLSKKEQSKWRLLVENIIRARNSLGPFSSRSSGLI*                                   
>Atha_AT3G48360                                                                 
MEAVLVAMSVPATTEDDGFSLITDKLSYNLTPTSDVEIVTSDNRRIPAHSGVLASASPVLMNIMKKPMRRYRGCGSKRVI
KILGVPCDAVSVFIKFLYSSSLTEDEMERYGIHLLALSHVYMVTQLKQRCSKGVVQRLTTENVVDVLQLARLCDAPDVCL



RSMRLIHSQFKTVEQTEGWKFIQEHDPFLELDILQFIDDAESRKKRRRRHRKEQDLYMQLSEAMECIEHICTQGCTLVGP
SNVVDNNKKSMTAEKSEPCKAFSTCYGLQLLIRHFAVCKRRNNDKGCLRCKRMLQLFRLHSLICDQPDSCRVPLCRQFRK
RGEQDKKMGEDTKWKLLVTRVVSAKAMTSLCQSKKNKCEQAQGV*                                   
>Atha_AT3G03740                                                                 
MKSVIFTEEKNLQRQNPLQKSEQQRRNFEMPSPPTTTSLSVTQTINGSHSFTIKGYSLAKGIGIGKHIASDTFTVGGYQW
AIYFYPDGKNPEDNSAYVSVFIALASDGTDVRALFELSLLDQSGKGKHKVHSHFDRALESGPYTLKYRGSMWGYKRFFRR
LMLETSDFLKDDCLKINCTVGVVVSEIDCPRLHSIHVPASDIGSHFGMLLENEDGSDITFNVSGEKFRAHRLVLAARSPV
FESEFLDVTGEEDRDIEVTDMEPKVFKALLHYIYKDALIEDAESSSSSGSSVGPSASDTLAAKLLGAADKYKLPRLSLMC
ESVLCKDISVDSVANILALADRYNASALKSVCLKFAAENLIAVMRSDGFDYLREHCPSLQSELLKTVAGCEEELSGGGGK
TRSVWGQFSDGGAETNGRQAQTWGDINGGAERSQSVWVEVVNANGSGRNNNDNNNSDDPMAELED*              
>Atha_AT3G50840                                                                 
MANSKKQAWFFYTTGLPSDIEIEVDDITFHLHKFPLMSKSKKLHQLITEQEQSKVYSHIKLENFPGGSEIFEMVIKISYG
FKVDISVSTAVPLRCAAEYLEMTEEYSPENLISKTEKFLSEFVFTNVQESIKALKACESVSSLAESLCITEQCIDSIVFQ
ASSTDPSSFYGWPINNGGIFTVDRKKQSKDSKTELWFEDLTELSFPIFRRVILSMKSSVLSPEIVERSLLTYAKKHIPGI
SRSSSASSSSSSSSTTIASENQQRELLETITSDLPLTATTTRSLFGLLRAAIILNASENCRKFLEKKIGSNLEKATLDDL
LIPSYSYLNETLYDIDLVERLLRRFLENVAVSSSSLTVVGRLIDGVLGEIASDANLKPEQFYNLAVLLPVQARVYDDGLY
RAVDIYFKTHSWILEEEKEKICSVMDCRKLTVEGCTHAAQNERLPLRAVVQVLFLEQLQLRQVITGTLLTEEDGDKTVVD
LGRWKEAVKENQVLRLDMDTMRTRVNQLEKECLYLKKVIAKIDKESLLKAKHGAGKWSIGKKFGCKFSAQVCDSQEATMV
DRRSRRFLS*                                                                      
>Atha_AT3G61600                                                                 
MRGTTENTDLFDPKTQMDPDFTRHGSSSDGDFGFAFNDSNFSDRLLRIEIMGGPSDSRSEVEGCTSIADWARHRKRRRED
IKKESGVTISDIVACPEEQILTDEQPDMDGCPGGENPDDEGGEAMVEEALSGDEEETSSEPNWGMDCSTVVRVKELHISS
PILAAKSPFFYKLFSNGMRESEQRHVTLRINASEEAALMELLNFMYSNAVSVTTAPALLDVLMAADKFEVASCMRYCSRL
LRNMPMTPESALLYLELPSSVLMAKAVQPLTDAAKQFLAARYKDITKFHEEVMSLPLAGIEAILSSDELQIASEDAVYDF
ILKWARAQYPCLEERREILGSRLALSIRFPFMTCRKLKKVLTCSDFEHEIASKLVLEALFFKAEAPHRQRSLASEESASL
NRRLIERAYKYRPVKVVEFELPRPQCVVYLDLKREECGGLFPSGRVYSQAFHLGGQGFFLSAHCNMDQQSSFHCFGLFLG
MQEKGSVSFGVDYEFSARSKPAEDFISKYKGNYTFTGGKAVGYRNLFGVPWTSFIAEDSQYFINGILHLRAELTIKRSTD
P*                                                                              
>Atha_AT3G08660                                                                 
MGSDSTLSLPSSSPPCNNRSSVPPTFTTRIFSDVAGDIIVVVDGESFLLHKFPLVARSGKMRKMVRDLKDSSSMIELRDF
PGGPSTFELTMKFCYGINFDITAFNVVSLRCAAGYLEMTEDYKEQNLIFRAENYLDQIVFRSFHESVLVLCSCETQEIAE
TYEIPDRCVEAIAMNACRKQLVSGLSEELKGRDCLEMWTEELSALGIDYYVQVVSAMARLSVRSESIVASLVHYAKTSLK
GIIDRNCQEQRKIVEAMVNLLPNDEKGSYSLSIIPLGFLFGMLKVGTIIDIEISCRLELERRIGHQLETASLDDLLIPSV
QNEDSMYDVDTVHRILTFFLERIEEEDDECGYDSDSTGQHSSLLKVGRIMDAYLVEIAPDPYLSLHKFTAIIETLPEHSR
IVDDGIYRAIDMYLKAHPLLTEEERKKLCNFIDCKKLSQEASNHVAQNDRLPVQMVVRVLYTEQLRLKKALSGDSEEGSW
VLPSGVQSRAVSPRDTYAALRRENRELKLEISRMRVRVSELEKEHNLMKHEMMEKSGNNGGTFLTSLSKGIGRIATFGGE
TRQKVNRKSRSVSERKSSRSGR*                                                         
>Atha_AT3G29740                                                                 
MASQTNKELFVGGLARILKEQRQVDVRLKAGDSDQKGVSISAHKLVLSARSEVFKMILETEEIKATTTLDTITLSELKHT
ELVALVE*                                                                        
>Atha_AT3G57130                                                                 
MSNTFEESLKSMSLDYLNLLINGQAFSDVTFSVEGRLVHAHRCILAARSLFFRKFFCESDPSQPGAEPANQTGSGARAAA
VGGVIPVNSVGYEVFLLLLQFLYSGQVSIVPHKHEPRSNCGDRGCWHTHCTAAVDLSLDILAAARYFGVEQLALLTQKHL
TSMVEKASIEDVMKVLIASRKQDMHQLWTTCSYLIAKSGLPQEILAKHLPIELVAKIEELRLKSSMPLRSLMPHHHDLTS
TLDLEDQKIRRMRRALDSSDVELVKLMVMGEGLNLDESLALIYAVENCSREVVKALLELGAADVNYPAGPTGKTALHIAA
EMVSPDMVAVLLDHHADPNVQTVDGITPLDILRTLTSDFLFKGAIPGLTHIEPNKLRLCLELVQSAALVISREEGNNNSN
DNNTMIYPRMKDEHTSGSSLDSRLVYLNLGATNRDIGDDNSNQREGMNLHHHHHDPSTMYHHHHHHF*            
>Atha_AT3G06190                                                                 
MDTIRVSKEVPGSSKSTAQSLTESTSRTETINGSHEFKISGYSLVKGMGIGKYVASDTFMVGGYSWAIYFYPDGKSPEDN
SVYVSLFIALASEGADVRALFELTLVDQSGNERHKVHSHFGRTLESGPYTLKYRGSMWGYKRFFKRSLLESSDYLKDNGL
LVRCCVGVVKSRTEGPRCYNIPVPVSGLGQQFGKLLESGKGADVTFEVDGETFPAHKLVLAARSAVFRAQLFGPLRSENT
NCIIIEDVQAPIFKMLLHFIYWDEMPDMQDLIGTDLKWASTLVAQHLLAAADRYALERLRTICESKLCEGISINTVATTL
ALAEQHHCFQLKAACLKFIALPENLKAVMETDGFDYLKESCPSLLSELLEYVARLSEHSLTSSGHRKELFADGCDLNGRR
VKQRLH*                                                                         
>Atha_AT3G56230                                                                 
MDCSICTTMPSILRPPRNTICGSCYEGARTTIALLKKLEGSKEDRHDKSNHNSTINNGSSISSSPLFSCEPQPLEKVIKW
MKNMKETEEEQKKRIVFLSSFVSGFKEQLHADILLKPGDDGPPIPAHRALLASKSEIFKNILDSDGCKTAPEYAITLQEL
NSEQLQALLEFLYTGTLASDKLEKNVYALFIAADKYMIHYLQELCEQYMLSSLDISSVLNVLDVSDLGSSKTLKEACVGF
VVRNMDDVVFSDKYEPFSQKNQHLCVEITRAFLMETRSKRRD*                                     
>Atha_AT3G44820                                                                 
MSPVAKVSEFHREGNDWFCKTGLSSDITVVVDDVKFHLHKFPLVSKCGKLARMYEDSKSTDKQSLWTTVLEEFPGGADNF
LIVARFCYGARVDITSKNLVSIHCAAEYLEMTNEYGEDNLISQVETFLHKHVLRNWKDCILALQSSSPVLKSAEKLQMIP



KLMNAVSTMVCTDPSLFGWPMMMYGTLQSPGGSILWNGINTGARMRSSGSDWWYEDISYLSVDLFKRLIKTMETKGIRAE
SLAGAMMYYARKYLPGLGRWQSGTSDSSKSRRRVVSFNLAKASSPSSMPPLDQIALLETILSLLPEKRGRSFCKFLLGLL
RVAFILGVDGNCVKKLEKRIGMQLELATLDNLLILNYSDSETLYNVDCVERIVRHFVSSLSSSSSQLPEFSPPSLDPVTS
PSPAPLKKVANLVDSYMAEVASDVNLKPDKMRSLAAALPESSRPLYDGLYRAFDIYFKEHPWLSDRDKEQLCNIMDYQRL
SIDACAHASHNDRLPLRVVLQVLFFEQMHLRTALAGGLNVANTETAHAVTIPGGRTGQEIVQRDGWVTVVRQNQVLKVDM
QKMRSRVGELEEEFQSIKQEMKKRVSKSSSSMSSPRLVKLGCKFLLPRASDAKNDTVQNSVSSTPRSATADHTLPRSSRH
SKHRKSFSFFG*                                                                    
>Atha_AT3G43700                                                                 
MSKLMTRTSGSSSPNTIPDQIESPTSSRSVTQTTNGSHQFVIQGYSLAKGIGVGKHIASDNFSVGGYQWTIFVYPDGKNP
EDNSSYVSVFIVLASECTEVRALFELSLVDQSGKGKHKVHSHFNRSLDGGPYTLKYRGSMWGYKRFFRRSLLETSDYLKD
DCLKINCTVGVVVSEMHCPRLLSIHVPDSELGSHFGKLLDTLQGSDVTFDVAGEKFQAHKLVLAARSQFFRSMFYNTLAE
NNSDVVISDLEPKVFKALLHFMYKDSLPGDVEPLTAHSFDLLRPSEIDDTLIVKLLAAAEMYNLSRLRLLCESHICKGIS
ISSVSKILALSDKYNASELKSVSLKFTAENLAAVLQTKAYEDLKDDCPNLQSELLKAVAGYDDTSSSGGGKSQSVWAQLS
NGGETSSRRVRQRTT*                                                                
>Atha_AT3G19850                                                                 
MSLCCDLQINLNNQFTFFVNQDLISEYSGFLRKMIKQSNKKKKNHKNSRIIIEVEDFPGGSDGFDLVLRFCYGGGISIDV
SNVSILHCSSVFLEMTEKLCSSNLLLRTEKFLEGMFYWSWNDIVLCLKSCEQVFLHADSYGLVDKLVFGVLAKIPQNSDV
SHVFSSSSPSSSASASASSQSPETAMIRSYSDKRSTSRSFSCRTSNEWWFDDMSILGPKIIEKLINTLGAHDKNNDSLVL
TKFLLHYLKTKVPNKSTNKLEYSGLADTAVQGVVFAAKTAFSCRKMFWVLRVLSGFSISKESRIGLERVIGEMLDQATLD
DLLIPAGGKGEKGVYDVDLVIRLLKVFVRIGNTEEGDQNLRMRRIGKLIDKYLREISPDQNLKVSKFLEVAESLPDSARD
WFDGLYRAINIYLESHPKLSSEDRTKLCRCLNYKKLTLDTCKQLAKNPKIPPNIAVQALKSQQLSNETRPHSREDKNKVN
KIWNSRKYLEEKPILVCLKGFDMSEKFEDDLMMNLERKQWNNSEKVSKEKKSEVMSRSVRHGHTHSSSSFPRLC*     
>Atha_AT3G05675                                                                 
MEPRDNQAEASYTFGDRSSSDIVVRLRNEEGRDDWIYCHSKILSEKSQYFADRLSDKWPTCKILDSRYCVEVICQESDYD
HHINLLRLLYVVSDDVHEDNLCHNVKSALGILSVAKELSCPQIVTACVNYLEAVPWEEGEEEEILRIVPRIGSEAEPILA
RLQPVDQSAVLEIFVSAFRFATSSPPLLLGDIKSSAQEQIEYMITEDDDAPLLIADEEVKLEVKQCVKSLFVRFFQCLEE
ITLKPVESEVINKKGSFRMVLSDMCWVFQILTKMEVVRDFVITWADISEKLVKVVEQLETTVVEAVEIRVKVIEVTAKVI
EAIGYGTVILPTAKRLQMVKLWLPFVRNTKPLVDSPVREDEENDTVRYKIDGEIWQALESSFVSIILALPSADQAEILTE
WLSKNGLYPDLTEAFEVWCYRSKVAKRRLGLVGGEEENGMS*                                      
>Atha_AT3G08570                                                                 
MGIISDNAQSHSSSSAPAPSIFSSSFATRIFSDVAGDITIVVDGESFLLHKFPLVARCGKIRKMVAEMKESSSNLSHTEL
RDFPGGSKTFELAMKFCYGINFEITISNVVAIRCAAGYLEMTEDFKEENLIARTETYLEQVAFRSLEKSVEVLCSCETLY
PQDIAETAHIPDRCVEAIAVNACREQLVLGLSRLNRGTESGELKRGDSPEWWIEDLSALRIDYYARVVSAMARTGLRSES
IITSLMHYAQESLKGIRNCKERTKLDSGTFENEQRNVLEAIVSLFPNDNVPLSFLFGMLRVGITINVAISCRLELERRIA
QQLETVSLDDLLIPVVRDGDSMYDVDTVHRILVCFLKKIEEEEEYDEDCCYENETENLTGSMCHSSLLKVGRIMDAYLAE
IAPDPCLSLHKFMALIEILPDYARVMDDGLYRAIDMFLKGHPSLNEQECKSLCKFIDTQKLSQEACNHVAQNDRLPMQMV
VRVLYSEQLRMKNVMSGESGEGLLLSSQKHSSENPSRAVSPRDTYASLRRENRELKLEISRVRVRLTELEKEQILMKQGM
MEKSGHGGTLLTSLSKGIGRISIFGGGPTEGKLRNANRKSKSRLERKTVRSRPESMF*                      
>Atha_AT3G49970                                                                 
MLEKLSFLLHKFPLVSKCGFIKKLASESSNDSNIIRIPDFPGGAEGFELVIKFCYDISFEINTENIAMLLCAAEYLEMTE
EHSVENLVETIEVYLNEVILKSLSKSVKVLQKSQDLLPIAERVRLVDRCIDSIAYAICQESQSNEDIVDWWADDLAVLKI
DMFRRVLVAMIARGFKRYSLGPVLKLYAEKALRGLVRFLNFLTEQCDIFGKEAKKMEAEQEHEKRLILETIVSLLPRERN
SVSVSFLSILLRAAIYLETTVACRLDLEKRMGLQLRQAVIDDLLIPYYSFNGDNTMLDVDTVQRILMNYLEFEVEGNSAD
FASDIGELMETYLAEIASDRNINFAKFIGFAECIPKQSRMYRAIDIFLKTHPNISEVEKKKVCSLMDCKKLSRDVYAHAA
QNDRFQENLSNSDSPAPATAEKTLSPPELSSYKNELSKLNRENQYLKLELLKVKMKFKELEKEKAFEVMSGSDCSSSVST
ASVAKPRLPRKSFINSVSQKLGKLINPFGLKQGQTKQPKSRRHSIS*                                 
>Atha_AT5G48510                                                                 
MATPTNKEHFSGGLAKVLAEKWQVDVMLKAKNSDEGSAISAHKLILASRSEVFKNMFELDEFKTSTKHVETITLSEMKHE
ELEAFVEFICSDGSMLSANVKQHARSLYLAADKYEILHLRDLCRTELISSLSLLNSLDLLVLAQIPFDKVLNDESFSYIK
NNISTIASSDEFKLFVAGNPNLAVEIMKVSLITLTLRCSSCGSNHSLQGMYCCNCCRYGTLRLI*               
>Atha_AT5G58550                                                                 
MRNLKLFERFKSTQVHAFTTQDSPSTSSNGSPRMMKFLGHPKSKSRSLLPHGFPTTDLLEPPLDSYLKPIDLVESLSNLY
RRIESSSESEASMLYLEQYAVLRSLGDAKLLRRCLLNARRHAIDVPCKVVFSAWLRFFRREHELVGVESMDCNGLASECP
KTSLTHGCDLNVDDEGCECSTVCEDEFGSDDVKISKADEFSGLDEVSDISFCVGSEKAKCVRSRIAALSRPFEAMLYGSF
VESTTSEIDFSENGISIEAMLALNIYSRIKRVDLFRVETVFELLQLASKFCCDDLKSECEARLAASVTDLDKALTFVEYA
LEERTTLLLSACLQVFLRELPQSLHNPKVMRFFCSSEAKEQLAFLGSECVFLLYYFLSQVGMEEKLTTDTMLILLERTRE
FARTNWQKALSLHQMGCVLFERKDYKAAQFHFRLASSLGHVYSLAGVSRTEYKQGKRYSAYRLMNFLISNHKPHGWMYQE
RSLYNVGVEKLKDLATATELDPTLSFPYKYRAVMKFEQKQIKEAFQEIDRLIQFKLSPECLELRAWLYLATGDRESCLRD
LRAVLSLEPNYVVFGGKMRDDLVEALTAQCIEVESEADCWVRLFDRWSAVDDVASLAVVHQMLQNDPSKNFLRFRQSLLL
LRLNCQGAAMRCLRMAWNLATSEAERLVYEGWLLYDMGYVEETLTKAEEAISIQRSFEAFFLKAYALADKNLDADEISCV
VQVLEEALKCPSDGLRKGQALNNLGSIYINLGMLDQAETAYKNAIEIKHTRARQGLARVYFLKNQRKEACEEMTKLIEKS
CSKAAAYEKRSEYCEREKAKEDLDMATTLDPLRTYPYRYRAAVLMDDQRETEAVEELSKAIAFRPELQTLHLRAAFHEAT



GNLSLATQDCEAALCLDPNHTETLHLYSRSKDQASSIDNTIFGLD*                                  
>Atha_AT5G21010                                                                 
MSESVIQGSNPDRVLSPTSSKSVTQTVNGSHQFVIQGYSLAKGMGIGKHIASDNFSVGGYQWGIFFYPDGKNPEDNSSYV
SVFIALASEGTEVRALFELALVDQSGKGKHKVHSHFERSLDGGPYTLKYRGSMWGYKRFFRRSILETSDYLKDDCLIINC
TVGVVVSEILCPQLHSVHVPDSELGSHFGVLLDSMEGSDITFNIAGEKFLAHKLVLAARSPFFKSKFFSEFEANNTEVTI
NDLEPKVFKALLQFMYKDSLPEDVEPATAHTFERLKLSEIYETLIVKVLAAADKYDLIRLRLLCESHICKGVSVKSVAKI
LALADRYNAKELKGVCLKFTAENLAAVLETDAYQQMKDECVTLQSELLKAVAGHEEGSNSTGGAKSQSVWAQLSDGGGDT
TSRHVRQRTT*                                                                     
>Atha_AT5G45110                                                                 
MATLTEPSSSLSFTSSHFSYGSIGSNHFSSSSASNPEVVSLTKLSSNLEQLLSNSDCDYSDAEIIVDGVPVGVHRCILAA
RSKFFQDLFKKEKKISKTEKPKYQLREMLPYGAVAHEAFLYFLSYIYTGRLKPFPLEVSTCVDPVCSHDCCRPAIDFVVQ
LMYASSVLQVPELVSSFQRRLCNFVEKTLVENVLPILMVAFNCKLTQLLDQCIERVARSDLYRFCIEKEVPPEVAEKIKQ
LRLISPQDEETSPKISEKLLERIGKILKALDSDDVELVKLLLTESDITLDQANGLHYSVVYSDPKVVAEILALDMGDVNY
RNSRGYTVLHFAAMRREPSIIISLIDKGANASEFTSDGRSAVNILRRLTNPKDYHTKTAKGRESSKARLCIDILEREIRK
NPMVLDTPMCSISMPEDLQMRLLYLEKRVGLAQLFFPTEAKVAMDIGNVEGTSEFTGLSPPSSGLTGNLSQVDLNETPHM
QTQRLLTRMVALMKTVETGRRFFPYGSEVLDKYMAEYIDDDILDDFHFEKGSTHERRLKRMRYRELKDDVQKAYSKDKES
KIARSCLSASSSPSSSSIRDDLHNTT*                                                     
>Atha_AT5G03250                                                                 
MAFMRLGSKSEAFHREGQTWLCTTGLVSDVTIEVGDMKFHLHKFPLLSRSGLLERLIEESSTDDGSGCVLSLDEIPGGGK
TFELVTKFCYGVKIELTAFNVVSLRCAAEYLEMTDNYGEGNLVGMTETFLNEVFGNWTDSIKALQTCEEVIDYAEDLHII
SRCVDSLAVKACADPSLFNWPVGGGKNATSGQNTEDESHLWNGISASGKMLQHTGEDWWFDDASFLSLPLFKRLITAIEA
RGMKLENIAMAVMYYTRKHVPLMNRQVNMDEQVIETPNPSEEDQKTCLEEIVGLLPSKKGVNPTKFLLRLLQTAMVLHAS
QSSRENLERRIGNQLDQAALVDLLIPNMGYSETLYDVECVLRMIEQFVSSTEQAGIVPSPCIIEEGHLVKDGADLLTPTT
LVATLVDGYLAEVAPDVNLKLAKFEAIAAAIPDYARPLDDGVYHAIDVYLKAHPWITDSEREHICRLMNCQKLSLEASTH
AAQNERLPLRVIVQVLFFEQLRLRTSVSGWFFVSENLDNPDNQHGANGGLLKPRGENVRERVSELEKECMNMKQELHKLV
RTKRSWKNFTRKLNFKKKSECCKPKDQATPAI*                                               
>Atha_AT5G13600                                                                 
MASLKLGSKSEVFHLSGHTWLCKTGLKPDVMIQVVDESFHLHKFPLLSRSGYLETLFSKASETTCVAQLHDIPGGPETFL
LVAKFCYGVRIEVTPENAVSLRCAAEYLQMSENYGDANLIYLTESFLNDHVFVNWEDSIKALEKSCEPKVLPLAEELHIV
SRCIGSLAMKACAEDNTSFFNWPISLPEGTTTTTIYWNGIQTKATSENWWFNDVSSFLDLPMYKRFIKTVESRGVNAGII
AASVTHYAKRNLPLLGCSRKSGSPSEEGTNYGDDMYYSHEEQRSLLEEIVELLPGKKCVTSTKFLLRLLRTSMVLHASQV
TQETLEKRIGMQLDEAALEDLLIPNMKYSGETLYDTDSVQRILDHFMLTFDSSIVEEKQMMGDSHPLKSITKVASLIDGY
LAEVASDENLKLSKFQALGALIPEDVRPMDDGIYRAIDIYIKAHPWLTESEREQLCLLMNCQKLSLEACTHAAQNERLPL
RVIVQVLFFEQMRLRTSIAGWLFGSEENNDTSGALEGNKNTNANMVMHGMRERVFELEKECMSMKQDLDKLVKTKEGRNF
FSKIFGSRSKTKTSPCGKGGEDALVIPETKN*                                                
>Atha_AT5G67480                                                                 
MQGREDKLNKRMVTGCVDLHQSFKSADSSSVPIPPPLPSKSDGLKKKLGHSSVSTATRDMWDRLFNDGYKADVVIYTDNG
SIIYAHANILGTASTVIKGMLKQAKRHGKWHTISIRGVPHDAVRVFIRFLYSSCYEKEEMNEFIMHLLLLSHAYVVPQLK
RVCEWHLEHGLLTTENVVDVFQLALLCDFPRLSLISHRMIMKHFNELSATEAWTAMKKSHPFLEKEVRDSVIIEANTRKE
RMRKRNDQRIYSQLYEAMEALVHICRDGCKTIGPHDKDFKPNHATCNYEACKGLESLIRHFAGCKLRVPGGCVHCKRMWQ
LLELHSRVCAGSDQCRVPLCRNLKEKMEKQSKKDESRWKLLVKNVLGSKKIGGSPFFLPVTNC*                
>Atha_AT5G48130                                                                 
METFSLKDCSSVASSPISSPNISTLLKIKVLSWSKETGLPASVHVRVCNKSFNLHKSLLCAKSGYFKEREDQLSEIEIPQ
EFPGGAETFEKIMLFIYGCPTLIHPFNIAGLRCAAQFLEMTEQHSTGNLCERFDLYLNQVVLQNWDDTLVVLKKCQDLVP
WSEDLLIVSRCIESLAFTACMEILDPERRREKPVIMLEGMVNQPWEYTNIERIINQDTWIKDLTDLPFEFFKKIIGSLRR
QGMKERYVSPLVALYASKSVIPEGQTNTDILQRALDLLLTRDKAYRFVPVGFYFACLAHNLKHDTVLKLQDQIVSLLHTA
QPENFIYPKAGNRQVAFSQELLTMESLFSVYVSTESERHLTSSSSNVRVGKLWDIFLSRLPYDQEMKTTRFIELIETVPM
SFRESHDQLYLAVNAFLQVHTNISQEEKGSICSYLNCQKLSQEASLELVKNEKMPLRLVVQALFIQQLNTHQAFKDCSDS
FRFTNSADFSGSVVPSSRPLTSQQSPCTDDETGPRNRPLCFLMQKDATLDEFESTSFRIHNLEEQLVSLKKSLHSHDNLK
KPNCLGKRSASRNKNTFGQVTTACIGSVSFTSQRKYANRLLQILRRVNLFGSRKTNRSKAGESER*              
>Atha_AT5G48800                                                                 
MDKHHHQHLLLQHHQHLHHHQKLSLAKSSRQSCSEWIFRDVPSDITIEVNGGNFALHKFPLVSRSGRIRRIVAEHRDSDI
SKVELLNLPGGAETFELAAKFCYGINFEITSSNVAQLFCVSDYLEMTEEYSKDNLASRTEEYLESIVCKNLEMCVQVLKQ
SEILLPLADELNIIGRCIDAIASKACAEQIASSFSRLEYSSSGRLHMSRQVKSSGDGGDWWIEDLSVLRIDLYQRVMNAM
KCRGVRPESIGASLVSYAERELTKRSEHEQTIVETIVTLLPVENLVVPISFLFGLLRRAVILDTSVSCRLDLERRLGSQL
DMATLDDLLIPSFRHAGDTLFDIDTVHRILVNFSQQGGDDSEDEESVFECDSPHSPSQTAMFKVAKLVDSYLAEIAPDAN
LDLSKFLLIAEALPPHARTLHDGLYRAIDLYLKAHQGLSDSDKKKLSKLIDFQKLSQEAGAHAAQNERLPLQSIVQVLYF
EQLKLRSSLCSSYSDEEPKPKQQQQQSWRINSGALSATMSPKDNYASLRRENRELKLELARLRMRLNDLEKEHICMKRDM
QRSHSRKFMSSFSKKMGKLSFFGHSSSRGSSSPSKQSFRTDSKVLMERTCASTD*                         
>Atha_AT5G17580                                                                 
MSASYVSDLHINVKGVPFHLCKEMLAKRSSKVSSLLERNEIDELRLILRDLEVDPETFELVARFCNGSEFKFTSDTIVSV
LCIAYYLGMNEEQSSNNLLGKASEFLEHRVFPSWSETINALRSGDKSFDKLADVGLVDVFFDSLIEKASYDPRLLGELIK



NRAETDDYRPNPRRRLFVIDWKSEDLITIPLRLYEPFMIRAIKSRSIPVEYIVLSVCKYAKKWVFDTEESLSGQKREAIE
VVERLLPYQRGLISCELLFESLKHSIWLEASSECQNGFMIRICKQLDMAKSTDLKILSRGYGEKAEGFENIELVKTVVKS
FYTYYANEDSETVSHFVKVAKLSEEFLFLAASEASLKLEAFVELAEMTVAVSQGILSYSDGIYRAIDVFLESHRYLTESE
KMEVCKVLECGKLSQEGFERAAKNQKLPLRIVVNVLCVSQLQIRDTVAKEIKGMEEKVDEEEEEEIEVSSDEDEMEKMSN
KLLGLEIENDECVVHRRKNMKKKKKKISVWGQVKRKFGCLNSSSSSYSVDACTCDVKKKKKKIHHHYE*           
>Atha_AT5G67440                                                                 
MKFMKLGSKPDSFQSDEDCVRYVATELATDVVVIVGDVKFHLHKFPLLSKSARLQKLIATTTTDEQSDDDEIRIPDIPGG
PPAFEICAKFCYGMAVTLNAYNVVAVRCAAEYLEMYESIENGNLVYKMEVFLNSSVLRSWKDSIIVLQTTRSFYPWSEDV
KLDVRCLESIALKAAMDPARVDWSYTYNRRKLLPPEMNNNSVPRDWWVEDLAELSIDLFKRVVSTIRRKGGVLPEVIGEA
LEVYAAKRIPGFMIQNDDNDDEEDVMEQRSLLETLVSMLPSEKQSVSCGFLIKLLKSSVSFECGEEERKELSRRIGEKLE
EANVGDLLIRAPEGGETVYDIDIVETLIDEFVTQTEKRDELDCSDDINDSSKANVAKLIDGYLAEISRIETNLSTTKFIT
IAEKVSTFPRQSHDGVYRAIDMFLKQHPGITKSEKKSSSKLMDCRKLSPEACAHAVQNERLPLRVVVQILFFEQVRATTK
PSLPPSGSHGSSRTTTEEECESVTATEETTTTTRDKTSSSEKTKAKGVVMSRIFSKLWTGKDKDGVGDVSSSDTSESPGS
VTTVGDKSTPSTRRRRSSS*                                                            
>Atha_AT5G13060                                                                 
MIISKSFKAPLKFSVKSSTAPVISNHPPMENHPKRQRTTRLAARNLKRKLSHNTDGAPIVTQLIDIDDEPIDLVVAIRRH
VEVLNSSFSDPDFDHEAVKEAAADIADLAKIDENVEIIVENGAIPALVRYLESPLVVCGNVPKSCEHKLEKDCALALGLI
AAIQPGYQQLIVDAGAIVPTVKLLKRRGECGECMFANAVIRRAADIITNIAHDNPRIKTNIRVEGGIAPLVELLNFPDVK
VQRAAAGALRTVSFRNDENKSQIVELNALPTLVLMLQSQDSTVHGEAIGAIGNLVHSSPDIKKEVIRAGALQPVIGLLSS
TCLETQREAALLIGQFAAPDSDCKVHIAQRGAITPLIKMLESSDEQVVEMSAFALGRLAQDAHNQAGIAHRGGIISLLNL
LDVKTGSVQHNAAFALYGLADNEENVADFIKAGGIQKLQDDNFTVQPTRDCVVRTLKRLQNKIHGPVLNQLLYLMRTAEK
TVQIRIALALAHLCDPKDGKLIFIDNNGVEFLLELLYFSSNKQQRYSSSALYELAKKATSFAPEDSAPCSPTQQVFLGEK
FVNNPTMSDVTFLIDGKQFYAHKIGLVASSDIFRAMFDGLYKERNAQNVEIPNIRWEVFELMMKFIYSGRINIAKHLAKD
LLVAADQYLLEGLKRQCEYTIAQEICLDNIPEMYELADTFNASALRRACTLFVLEHFTKLSSQLWFAKFVKQIIPEIRSY
MTDILTRPVEASPPTVV*                                                              
>Atha_AT5G63160                                                                 
MAITATQNDGVSLNANKISYDLVETDVEIITSGRRSIPAHSGILASVSPVLTNIIEKPRKIHGGSSKKVIKILGVPCDAV
SVFVRFLYSPSVTENEMEKYGIHLLALSHVYMVTQLKQRCTKGVGERVTAENVVDILQLARLCDAPDLCLKCMRFIHYKF
KTVEQTEGWKFLQEHDPFLELDILQFIDDAESRKKRRRRHRREQNLYLQLSEAMECIEHICTEGCTLVGPSSNLDNKSTC
QAKPGPCSAFSTCYGLQLLIRHFAVCKKRVDGKGCVRCKRMIQLLRLHSSICDQSESCRVPLCRQYKNRGEKDKKMVEDT
KWKVLVRRVASAKAMSSLSQSKKKKSEVLFKEEAEDLIRIRNKLM*                                  
>Atha_AT5G19330                                                                 
MDQQPERREGRSFPERKGQKRKLEEGAAAVEDREISAVSTDGGQALLSEVAAQVSVLNSAFSWQESDRAAAKRATQVLAE
LAKNEDLVNVIVDGGAVPALMTHLQAPPYNDGDLAEKPYEHEVEKGSAFALGLLAIKPEYQKLIVDKGALPHLVNLLKRN
KDGSSSRAVNSVIRRAADAITNLAHENSSIKTRVRVEGGIPPLVELLEFSDSKVQRAAAGALRTLAFKNDDNKNQIVECN
ALPTLILMLGSEDAAIHYEAVGVIGNLVHSSPHIKKEVLTAGALQPVIGLLSSCCPESQREAALLLGQFASTDSDCKVHI
VQRGAVRPLIEMLQSPDVQLKEMSAFALGRLAQDAHNQAGIAHSGGLGPLLKLLDSRNGSLQHNAAFALYGLADNEDNVS
DFIRVGGIQKLQDGEFIVQATKDCVSKTLKRLEEKIHGRVLRHLLYLMRISEKSIQRRVALALAHLCSPEDQRTIFIDDN
GLELLLGLLGSLNTKQQLDGAAALYKLANKSMALSPVDAAPPSPTQRVYLGEQYVNNATLSDVTFLVEGRTFYAHRICLL
ASSDAFRAMFDGGYREKDARDIEIPNIKWEVFELMMRFIYTGSVDITNEISKDLLRAADQYLLEGLKRLCEYTIAQDITL
ESIGDMYELSEAFHAMSLRQACIMFILEHFDKLSSMPWQNELVQRTIPEIREYFCRALTKSTTNLQSLRL*         
>Atha_AT5G47800                                                                 
MKFMKIGTKPDTFYTQEASRILITDTPNDLVIRINNTTYHLHRSCLVPKCGLLRRLCTDLEESDTVTIELNDIPGGADAF
ELCAKFCYDITINLSAHNLVNALCASKFLRMSDSVDKGNLLPKLEAFFHSCILQGWKDSIVTLQSTTKLPEWCENLGIVR
KCIDSIVEKILTPTSEVSWSHTYTRPGYAKRQHHSVPRDWWTEDISDLDLDLFRCVITAARSTFTLPPQLIGEALHVYTC
RWLPYFKSNSHSGFSVKENEAALERHRRLVNTVVNMIPADKGSVSEGFLLRLVSIASYVRASLTTKTELIRKSSLQLEEA
TLEDLLLPSHSSSHLHRYDTDLVATVLESFLMLWRRQSSAHLSSNNTQLLHSIRKVAKLIDSYLQAVAQDVHMPVSKFVS
LSEAVPDIARQSHDRLYKAINIFLKVHPEISKEEKKRLCRSLDCQKLSAQVRAHAVKNERMPLRTVVQALFFDQESGSKG
ASSRSESQELFTRGKETPTDEHSMMHKLHLGPASTGKAKNVLEEGCKRGEEKTRSSTDPKKIVWKGTGSEHKHHISRDR*
>Atha_AT5G19000                                                                 
MGTTRVCSEVSSGSSKSLSQSLTVSTSTTETVNGFHEFKICGYSLAKGVGVGKYVASDTFMVGGYSWAIYFYPDGKSPED
NSSYVSLFIALASEGADVRALFELTLVDQSGNGKHKVHSHFGRALDSGPYTLKYRGSMWGYKRFFRRSSLESSDYLKENS
LLVRCRVGVVKSVTEGPRYYNIPVPVSNLGQQLGNLLESGKGCDVVFQVDGETFNAHKLVLATRSPVFNAQLFGPLGDRN
TKCITIEDMEAPIFKVLPLTLLLIVYSRMYHPGSSPGALLLFSSLLTRDKVLLHFIYWDELPDMQELIGTDSTLASTLVA
QHLLAAADRYALERLKAICESKLCEGVAINTVATTLALAEQHHCLQLKAVCLKFVALPENLKAVMQTDGFDYLKESCPSL
LTELLQYVARLSEHSVIVSGHRKEIFADGCDASGRRVKPRLH*                                     
>Mgut_mgv1a003050m                                                              
MKFMKLGSKPDAFQTDGNSVRYISSELATDVIVNVGDVKFHLHKFPLLSKSNKLQKIVSKSNGETPEELSLADFPGGPKA
FEICAKFCYGITVTLNPYNVVAARCAAEYLEMTEEIERGNLVLKIEIFLNSSILRNWKDSIIVLQTAKSLLPWSENLKIV
GRCIDSIASKTSVDPTLITWSYTYNRKLASLDKNILPNGVKCPKDWWVEDICELDIDLYKRVMVAIKSKGRMDGAVIGEA
LKTYAVRWLPDSVVALLSEVHVLRNKCLVETIICLLPSDKGISCACSFLLKLLKVAIFIGADDSSREDLIRSIGLKLDEA
SVDDLLIPARPPQVGIYDIDLVQLLLDRFVENEKSGVDLKISDKNCKNDGDFVLGSGPWMKVGKVIDGYLAAIANDPNLS



SSSFIKLSQSIPDSARPIHDGLYTAIDVYLKEHKSITKSEKKSLCGLIDVKKLTTDACMHAAQNEHLPLRMVVQVLFFEQ
VKAAAAGTHQTLKNDNDVAVPSRNSEANWGKTVPENRKSLRKQMDEMKIKEDEKIGKLSKRGHKNRGSGPQLLPSRSRRI
FDKLWIVGKGFGINGENKSSETSGSSQSPSSMFRGEIKSSGSSSRNRRHSIS*                           
>Mgut_mgv1a002099m                                                              
MENQNQNSGRRHREQSATSSRRSLKRKLDEDSGEDRGRIGGESPSDSQQDLVTEIRTQVEILDSVASSSAEQDRASVKRA
IHVLSELAKNEDIVNAIVDCAAVPVLVKHLKAPPLVTEIESGPRLYEHEVEKGSAFTLGLLAIKPEHQQLIVDAGALPPL
VDLLKRHSAVPNSRVVNGVIRRAADAITNLAHENSSIKTRVRIEGGIPPLVELLEFADAKVQRAAAGALRTLAFKNDENK
NQIVECNALPTLILMLRSEDAAIHYEAVGVIGNLVHSSPNIKKEVLAAGALQPVIGLLRSCCSESQREAALLLGQFAATD
SDCKVHIVQRGAVPPLIEMLQSSDAQLREMSAFALGRLAQDPHNQAGIAHSGGVVPLLKLLESKNGSLQHNAAFALYGLA
DNEDNVADLIRVGGIQKLQDGEFIVQPTRDCVAKTLKRLEEKIHGRVLSHLLFMMREGEKNVKRRVALALAHLCSPDDQR
TTFIDNNGLALLLELLESTNSKHQRDSSMALCRLANKASSVSPIDAAPPSPIPQVYLGEQYVNSPTLSDVTFLVEGKRFY
AHRICLLASSDAFRAMFDGGYRERDAKDIEIPNIRWDVFELMMRYIYTGSVDVNADIAQDLLSAADQYLLEGLKRLCEYA
IAQDISVENVSLMFELSEAFNALSLRHASILFILEKYDKLCIMPWYTQLIQRILPETRNYFARILTRPVQGEIRR*    
>Mgut_mgv1a025266m                                                              
MKCLSCKEEYGDRNAGTCRECYEEAGETEEELKRQIVELDSKVNFLSLIAISPKFVPTANPRCFSDVVLVASGPPESDNP
HCNSPSIPAHRAVLTSRSPVFRAMLENEMEESLTGTIMIRDVSYDTLRAFVNYMYTAEACLGENMACDLLVLSEKYQVKH
LKNYCEKYLMSTLNWENSIPRYAFAHQHGAKSLLDSSLSLILDNMDKLGKREEYVKLVERDPRMVVEIYEAYLSKQVNTG
LSKDRFVKA*                                                                      
>Mgut_mgv1a003178m                                                              
MKFMKLGSKPDQFQTDGDSIRYVATELATDMVVSVGDVKFYVHKFPLLSKSSHLQKLVATSSDDISEEIDIHDIPGGPAA
FEICAKFCYGMVVTLNAYNVVAARCAAEYLEMYETLEKGNLVYKIDVFITSSIFRSTWKDSIIVLQTTKSLLPWSEELKI
VSHCLDSIATRASVEPLRVDWSYSYNNRKTENGSDPHWKTGGVKKVPRDWWVEDLCELQIDLYKRVITTIRSKERVSEGV
IGESLKAYALKRLPIFGNIQGGDILKYKYLLDTIIWLLPKEKNCVSCSFLLKLLQASVVLESGETGRRELMRKIAEQLDE
ATAGDLLIRCPNGESTVCDVDLVRDLIERFVMMEHSDDDDFASEASKAKVARLVDGYLAEAARDSSLPLSKFVDLAEMVS
GFPRSSHDGIYRAIDMYLKEHAGLSKSDKKRICRLMDCRKLSPEACSHAVQNERLPLRVVVQVLFFEQSRGAHDLPGPVR
ALLPRGSYGSSRSTTTNSDDDWEGNQTSEELKDLKGELASLRLRNNNVGGGGNNNNNINNNGDDIIKSKKVKKVFSRLWS
NKERQGENSSSDTTSESFASTSAEEKNEVAVKVKVLKPVQRK*                                     
>Mgut_mgv11b023775m                                                             
MTTEDSLRSLSLDYLNLLINGQAFSDVTFSVEGRLVHAHRCILAARSLFFRKFFCGPDPQPGSDPLRMGPGGVGGGGGAS
SSSPRQQQQQQVIPVNSVGYEVFLLMLQFLYSGQVSIVPQKHEPRPNCGERACWHTHCTSAVDLALDTLAAARSFGVEQL
ALLTQKQLSSMVEKASIEDVMKVLIASRKQDMHQLWTTCSHLVAKSGLPPEVLAKHLPIEVVAKIEELRLKSTLARRSLM
PPHHHHSHHHHHDMGGAAADLEDQKIRRMRRALDSSDVELVKLMVMGEGLNLDEALALHYAVENCSREVVKALLELGAAD
VNYPAGPAGKSPLHVAAEMVSPDMVAVLLDHHADPNVRTVDGITPLDVLRTLTSDFLFKGAVPGLTHIEPNKLRLCLELV
QSAAMVISREEGNAGTPPSAAIYPPMNDQDHGGAAASIGAAGNLNLDSRMVYLNLGAQMGGGGKNMSGEEDSGGGGHRDQ
VCNCPYNFQ*                                                                      
>Mgut_mgv1a001528m                                                              
MEKKQKKFLTVAPFECAWRDDLRFREAGRGCVAFDAFAHNDVTVVFREKTGSQHYHYKRDNSPHYTVIIGSHRNKRLNIE
VDGKTVVDVTGVDLYCSSTFQSYWISIYDGLISIGKGRYPFQNLVFQWLDSNPNCSVQYVGLSSWDRHVGYRNINVLPLT
QNHVSLWKHIDCGESNGTEDADEEMEEDIGEYENWGLKNFLESWELSDVCFVVGSEERAVPAHKVILAASGNFGFGQSGK
DFIHLEDDCYPILHALLEYIYTGTTKVPELHLSSLKSLSLQFEVNTLAKQCEEMMERFKLNKKLFDSGKSVEISYPSARL
NCCTVFLNKLPIDVKRLNSFRLTGDYSDVDIYIEGHGQIAKSHRIILGIWSAPFTKMFTNGMTESIASKVCLKDVCFEAF
NIMLDFMYCGEVNNTMDIDTLLLQLLLLADQFGVSLLHRECCKRLLEHLSEDSVCQILLVISSIPSCKLIEETCERKFSM
HFDYCTTASIDFVTLDETTFGNILQHPDLTVTSEERVLNAILLWCCKAQELFGWDRVDEILLSSPPELVFGERLNSLKEF
LSFVRFPLLPYPVLQKLERSNLSMCIPTFCQLVKEAIGFLEFGSSAHEKDLNKFQHRRSSFKELQYICDGDSNGVLYFAG
TSYGEHQWVNPVLSKKVIITASSPFSRFTDPKVLVSRSYLGTSFAGPRMENGRNTAWWMVDIGHSHQLMCNHYTLRQDGS
RAFMRNWNFQGSMDGNNWTNLRVHENDETMSKPGQFASWPVVGPTALLPFRFFRVVLVAPTTDATNPWSLCICFLELYGY
FR*                                                                             
>Mgut_mgv1a002789m                                                              
MPPAGKVSGFHRQENDWFCNANLPSDILVVVDEVNFHLHKFPLISRCGKIATIVEESQTTSDKILTVTLQEFPGGADTFL
TAVKFCYGARIELTPKNIVILYCAADYLEMTDNYGEDNLLSKSENYFHKHILRHWKDCILTLQSCKPVIITRADKLQIIN
KCTNALSVMICTDPSLFGWPMMMYGSLQSPGGTILWNGINTGAKIQSNESDWWFEDISYLCVDLFERLVLTMEAKGVRKE
NIARAIMYYCKKYLPGLDRRQGVVVQGGASRAVASFSMTPANVDQSALLKRVVKLLPEKKSKSFCRFLLGLLRVALILGV
NDTCQDYLERRIGAQLELASLDSLLIPSYSDSDTLYNSDCVERMIGHFVSSEPNVDSVLSPSSFDLGASPSFERLKRVAK
LVDNYLAEVASDVNLKPGKIRSLAEALPESSRLLHDGLYRSLDIYFKEHSWLSDKDREQLCSIIDFRKLSIDACAHASQN
ERLPLRVLLQVLFFEQIQLKTALASCLNVFDAENAPAPPLSANPHETGGEIVQRDRWVHVVRENQGLKIDMENMRSRVGE
LEQEFVQIKEEMKRVSKSHSYISSSPRFIAKGLGCKLLPRSSNVDILESSSPTPRASVERSRPSTCHHRHGKSFSLV*  
>Mgut_mgv1a003926m                                                              
MRDFGLDLFDPRTAVMDSDSNSSPTGGRDPDFGFAFNDSNFSDRVLRIEIVADPPDAPLETEGFRTLADWAVRRSKRRRG
DAVKKKNALDITSSSREQVLCCQQPAVEEGIGDENYDEEESLKMEDSPSGDEAENSDDSNWSEDDSRILRVETLHISSPI
LAAKSPFFYKLFSNGMMESEQRHVTLRISVSEEAALMELLNFMYTSTLNTTTAPALLDVLMAADKFEVASCMRYCSRQLR
NLPMTPESALLYLDLPSSILIADAVQPLTDAAKQFLAARYKDISKYQEEVMKLPLSGIEAIFSSDDLQVASEDAVYDFML
RWTRTHFQNPDERRDILCSRLSPHIRFPYMTCRKLKKVLTCNDFDGSFANKNVLEALFFKAESPHRQRTYATEDSTSTSR



RFVERAYKYRPVRVVEFEQPRKQCVVYLDLKRDECANLFPSGRVYSQAFHLGGQGFFLSAHCNMDQQSSFHCFGLFLGMQ
EKGSVSFVVDYEFAARSKPTEDYISKYKGNYTFTGGKAVGYRNLFSLQWTNFMAEDSLYFINGVLHLRAELTIKQ*    
>Mgut_mgv1a003106m                                                              
MAYMKLGSKSEAFHRDGQTWQCTSGLQSDVAIEIGEMSFHLHKFPLLSRSGLLEKLIGELTTTDGSQCTLQLSQLPGGAK
AFELVAKFCYGVRIELTSMNVVSLRCAAEYLQMTEEYGEGNLVTQTESFLNEVFGNWTDTIKALETCEEVLPHAEELHIV
SRCINSLAIKASADPTLFNWPVSDSGRGPNTTNPAFWNGICTSTSSNSKSKPAHHAGDDWWYEDVSFLSLPLYKRLIRAV
EAGGMRAENVAGALVFYAKKYIPQMNRQSSFKNLSSGSTISIPSEADQGGLLEEIVELLPIQKGVIHTRFLLRLLRTAMV
LQTSPSCRENLERRVGMQLDQAALEDLLVPNMGYSVETLYDIDCFQRILEHFMAMDQASTAASPCVIVEESQLVEGTHSL
TSLTMVANLVDVYLAEVAPDVNLKFPKFQSLAATVPDYARPLSDGIYRAIDIYLKAHPWLTDSEREQICRLMNFQKLSLE
ASTHAAQNERLPLRVVVQVLFFEQLRLRTSISGWFFVSDNLDSSQNPNSVLSLTKNQHHHHQREASLETGPGVDDMRERV
FELEKECQSMREEFQKIVKAKRSWNIFCRRKSHVSNPKSPKNSNVKNH*                               
>Mgut_mgv1a003636m                                                              
MSELDGIELSLDDFNSSLPLKKVPYGDVFEASRAGDVDRLRYLLDSGVNVNARDQWDSVALYYACLAGHLDAARMLLESG
AICSEHTFDGDRCHYAALNLKVRKLLKSFEARPPPLQPLQASLRDTFFACNCKSNHPQFYANNHHHLINPLSQGVGNTSS
NGGESSSSYSPPDIVFYVHGRPLEAHRLILAARSPFFKQKFETDWRERKEVRFSRERLSYPSLFSLFHFFYSDRLEVAVE
DMEDLARICRVCKCHSLQILVEKEIVHQRHAEYKSLRDIENSQKRFILQGISLPEEDRLPAALSRSLQISLSNSSRGNNL
DIVSLVGSLQVQTSDLEDDLADVCVRVEDKIFRCHQVILASRSEYFRARLSRMKDFLQGREDSLLPDPTLPCLEEHDLSK
EAFQKMIEYMYTDGLTDIDPDQAEEMFDAASRYLLFPLKRAVADALLPQLEMVSLAELCHWLLLSDMYGVSKIREYCLDA
MACNFETFAETPQFRAMLLALPPPSGDSSLRTTAPSAPGAEANTTEGNVLDDLREKWLEAEGDELDKRDESALLFDKRLE
MLMLMAEQEKIS*                                                                   
>Mgut_mgv1a005124m                                                              
MEELGMSGWNQLGVVGTIYEEENEDSYSSSPSTIPSPEFTPSPTTQLSGAAAQPWSSERRHDPDVVIHVQDSSFRLHKGA
LTAKSTYLKGQLTEFPEITLSPPLNITAQTFSLVTDFCYGSHVAVTPFNVAAVRTAAELLGMTEDGGGPPGEENLQQKTE
AYFRQAIYVNKEYACIVLRSCFPLLPEAETAAALVSRCVEALALTAESDGDMSCLEGFKSVAFDDLQVILESENIETVSE
DEKIQMCNHIDCSILTPRLLMHAVQNPKMPLRFVVQAMFLQQLNTRHSIISAATSSPDHHHPHPRRIHQEHSKKDPVTLG
AILERDAALRQVSQLKSIMTATNSRIQTLEKELHGMRQLLNESESVKNRAGSGRSASFRFSSEPTSRNYNKIERGQMGSI
SASSFRSLAERGRRTEISSSSEESYSDGSSGGEKSFGQRLMSGLKSAFRLQKKKCSSESKVPVKINGENLREDGNKDNIV
IIKKDQAFHRRTRSRS*                                                               
>Mgut_mgv1a003409m                                                              
MDSRTAFCDSNDVSGGSSSTCCAATATDSSLSPSPVQLPADVAAIKRLSDTLESVFLSPSDSDFFADARLVAASGKEIPV
HRCILSARTPFFKNLFASRERNAKLKLKELMKEYDVGYDALVTVLAYLYSGKIRASPKDVCVCVDDECSHLACRPAVAFM
VEVLYASFIFQISELVARFQNSLMGILDKTTTDDVLMVLSVANMCGTVCGSLLARAIEIVVKSDLDVITLEKSLPQHIIK
QINESRIALGLLSPENSTCPDKHVKRIHRALESDDVELVRMLLKEERTNLDDAYALHYAVAYCDSKTTAELLDLAIADIN
QRNPRGYTVLHVAAMRKDPKIIVSLLTKGARPSDLTSDGRKALQISKRLTRAIDYYGSTEEGKSTPKDRLCIEILEQAER
RDPLPGEASMSLALAGDDLRTKLLYLENRVALAKLLFPMEAKVAMDIAQVDGTSEFHLSGIHKNQAGSQRTEVDLNEAPF
KIKEEHLNRLRALSKTVELGKRFFPRCSAVLNKIMDRDDYPDIAQMGNGSPEECPLKRQRRMEIEEVLSKAFTEDKEEID
RTINLSTSSSSSSVGIMRPNGMLPFKN*                                                    
>Mgut_mgv1a022041m                                                              
MSMTWMPNIGFLSFEEIFTVSKFIHSDIFTVGGYKWAIAVYPDGISHDKTLGGDKYEQGHVYFDLFLSPMSTDCDGVSFC
VKMTLLDQSGNGIHRTEFDDVPRVISKESRRGFVCFIDREVLEKSSYLKDDCLKIECTVYVVLTSSSSSDIIDDVSKRDF
DDDDGGVGGDFLAVFSSAEEDSDVVFSIGGEKFHAHKDILSARSSVFESMFAVSDQREMVITDVEPRVFKALLHFIYSDT
LPENERRSLVGGYAFGPVVSNTIGAKLLAAADKYDVKRLKVICESHLWRSISLNRFAEILSLAVNYNATELKHLCFKYAA
DNYDVLVKLDSFSLLEKKWPSLMNE                                                       
>Mgut_mgv1a003483m                                                              
MENSGEPSSSISFTSPSHISNESTVNKVHTSVGSEAVLDLETISLSKLSSSLGQLLCESGSDFTDADIVVEETSVGVHRC
ILAARSKFFDELLRKDKGSVGKEGKPKYCMVDLLPYGKVGYEAFVIFLNYLYTGKLRPSPLEVSTCVNCVCPHDSCRPAI
DFVVELMYASTIFQVSELVSLFQRRLLNLVGKAIVEDVVPIIKVAFDCQLSQLLNECVHRVARSDFEAISIEKELPPIVA
QDIASLCLKSQSEQENKTGPVSPLHEKRVKRIHKALDSEDVELVRLLLTESDITLDEAYALHYAVAYCDPKTVTEVLSLG
LADVNLRNNRGYTVLHVAARRKEPSIIVSLLTKGACAADPTFEGRNAVTICRSLTRPKDYQMQREKGQEANKDRICIDVL
EREMRRNPISMDVSISSIAMVDDLHMKSLYLEDRVAFARMFFPTEAKLAMEIAHAEATSSLAGLLSSSGNLMEVDLNESP
ITQNKRLLARIETLSRTVELGRRYFPNCSQVLDKFMEDDLPDAFYLEKGTLEEQRMKRVRFMELKGEVHKAFNKDKAKLH
RSGFSSSPSSFKDHVGHKIRKL*                                                         
>Mgut_mgv1a009657m                                                              
MPEPDVHVVTSAGILIPAHSKILASASPVLESIIEATQNRHSSGRKIPILGVPHDAVSVFMQFIYSSRCSEDQMEKYGIH
LLALSHVYIVPQLKQRCTKGLAQQLTVENVVDVLQLSRLFDAPDLYLNCMKVLSNNFKIVKKTEGWKFLQNHDHYLKLEI
LHFIDEAQSRKKRTRRRKEEQNLYIELSEAMDCLVHICTEGCGSVGPCDMDPGKDKGPCSKYSTCYGLQLLIKHFGSCKN
RVNGGGCWRCKRMWQLFRLHSSICDRSDDCRVPLCRHFMTIEDRRGSDVRWSLLVKKVASVKAMLTIPKRKREDELRMDV
DHQIMRSSKLQNVAP*                                                                
>Mgut_mgv1a003257m                                                              
MNAPISDVSSDLTIEVGSASFALHKFPLVSRSGRIRKLLMESKDSKISRLNLSGVPGGPHTFEQAAKFCYGVNIDISLSN
IATLRCAAHFLEMNEEYSEKNLESRTEAYLKDTILPSIPNSITVLHHCQNLIPISEDINLVNRIINGIANNACKEQLTSG
LSKLEHNFPPKPVETEINSDWWGKSLALLNLDFFQRVLSAVKTKGLRQDIISRILINYAQNALVPVKGSTISDLDMQKKQ



RVTVETIVSLLPTQSRKSSVPIAFLSSLLKSTIAAGGSTSCRCDLERRIGLQLDQAILEDILIPVNPHGNNHSPLYDTDS
VVRIFSMFLNLDEDDVDDDEEDNRRMRNDEGEMVYDFDSPGSPKQSSIIKVSKLLDNYLAEVALDSNLSPSKFTALSELL
PDHARVVQDGLYRAVDIFLKVHPNMKDSERYRLCKTIDCQKLTQEACSHAAQNERLPVQMAVQVLYFEQIRLRNAMNGVG
GHNQFFFGSINGPNRAGSGAGSGCISPRDNYASVRRENRELKLEVARMRMRLTDLEKDHVTMKQDLVRSHPANRLFKSFT
KKLSKLNLLFRFKDGGSKANSDSKLLFQKRRRHSVS*                                           
>Mgut_mgv1a003057m                                                              
MDKHQHQQQQQPPLAKSGRQKCSEWVFRDVPSDIIIEVDGATFSLHKFPLVSRSGRMRKLVAEHRESDISRIELLSLPGG
AASFELAAQFCYGINFEISTSNVAHLCCVSDYLEMTEEYSNNNLSSRAEEYLNTIVCKNLEMCVQVLHHCQTLLPLSDNL
KIVTRCIDGIASKACVEQIASSFSRLEYSSSGRLHMSKQIKTEGDWWIEDLSILRIDLYERVITAIKCRGVRPESIGASL
VNYAEKKLIARNLLSGDQSAVIIIEAIVSLLPIEKNAVPITFLFGMLRSAVALDCSVSCRHDLEMRIGSVLDIATLDDLL
IPSFCQAGDTLFDVETVCRILVNFCRRDGGGDSDGDDVDGDDVDGDSGGFECGSRDYSDSSLPSQSALFKVCKLVDSYMA
EIAPDANLELDLFVAIAESLPAHARTVHDGLYRAIDVYLKAHQALSEPEKRKLCKLIDFQKLSQEAGAHAAQNERLPLQS
IVQVLYNEQLRLKNSLFSSYPEDDEDPKKPPMHHHQSWRINSGGVRSAAMSPRDNYASLRRENRDLKLELARMRMRLNDL
EKDHVCMKRNLERSGSRKFMSSFSKKIVRLNVFARSYSRGSVSPSKLSQRI*                            
>Mgut_mgv1a001244m                                                              
MTKEPSNSDNSDGGAAGERRGGGEMRRAAVDCNLASLCDHIQLEGFNNGLFSDVVLNAMGSTYYLHRLVLSRSSYFRNML
QGPWKEANAPVLTLHVDDKNVNAEAMEIALAYLYGHHPKLNDTNAFRVLAAASFLDLQDLCAICTDFIVAELWSSNFLTY
QVFAENQDYGIHGERVRNACWGYLCQSGAQELREVLPKLSSQTLLALLTSDELWVPSEEKRFELALHTLLAKGTLCKAEH
HEQRTPSCEVEASTYPDSSRVIRKHLADESGNNLPEIERGCTKPKDEIEGRNTARNILVELADSVVDSHSDVDNVDQAQT
AHSGSNLDSRYDCYDERPSASNTFYSDGIIPSCSYLNIHNAVGMSGSAGNVLALEGPSDEDSCYQLNSSWPSGDQMHCMS
MNSSCNVMIPNEWERCNMSSLTWGGRIVGRREVKTCLKAQCGMSIEDHDSFVNIFEGGSLLYCNMSFEALLNVRKHLEEM
GFPCKAVNDGLWLQMLLSQRLQEIGADTCKNCCRMSMACACRQPFGYSPGVTAPGYYVQDNDHNNLPPNDIGHVYINSSA
QGERNGIFRPVRVHDRGHIDGLAGIGRGTTFVPAAAWPPTRYVFSRVPFGIGNRSNQQPHANDDPENRGDNNGELAVDGL
TALVGLSQGSSDVTHVHEVQMGREYETGSVNPGSSTSGVPVQMTESPEHAAGIEWENTSSAISLDLKTPLTHFPPFRFAV
EFQDVHRLVDGQVKHSPEAFYAGSLWKISVQAFSDEDPQGRRTLGLFLHRRKAEIYDPLRKVHMYVDSREKVTARYQLIC
PSKREVMVFGSYKQTGTLLPKAPKGWGWRTALLFNELGDLLQNGALRVAAVVQLI*                        
>Mgut_mgv1a009133m                                                              
MVQLKKKLSAQRRVKSIPPIAGAVEMPETDILVITSDGVRIPAHSKILASATPVLENIIETPQKHRSTAAKKISIPGVPY
DAVAAFIQFLYSSKCTEEDMEKYGIHLLALSHVYSVPQLKQKCTTGLAKRVNVENVVDVLQLARLCDAPDLSLKCMKLLS
NDFKTVEKTEGWKFVQNHDPYLELEILQFIDEAEKRKKRAMRHRKEQSLYMHLSEAMDCLEHICSEGCTSVGPYDMDVTK
HKGPCGKFSVCQGIQHLIKHFGACKKRVNGGCSRCNRMWQLFKLHSSMCDQPDECRVPLCRQFKLKAQQNRRGNDTRWKL
LVRKVVSAKAMSSLSLTKREPRIAMDNRGVKL*                                               
>Mgut_mgv1a003527m                                                              
MEENCPPQRCSEWVFRDVPSDITIEVDGTTFLLHKFPLVSRSGRIRKLVADHRDSDISRIELVSLQGGADSFELAAQFCY
GVNFEITPTNVAHLYCISDYLEMTEDYSKNNLFTRAEEYLEIIVSKSLEMCVKVLQQCEKLLPLADELKIVQICIDSIAS
KACVEQIASSFSRLEYSNSGRLHMSKNQTNCESDWWIEDLSILGIDFYQRVVKAMKCRGVRPESIGSSLMNYAKKELLKK
SKTDSISGHERVVVEAIISLLPVEKFAVPINFLFGLLRNAVIFDCAISCRLDLERRIGSQLDTASLDDLLIPSFRQAGDT
LFDVDTVERILVNFSRSEDSEEDMDDFSLFESDNYPLSPSQTALFKVSKLVDNYLCEIAADANLKLNKFADVAEALPAHA
RTVHDGLYRAVDVYLKAHQHLTDSDRKKLCKLIDFQKLSQEAGAHAATNERLPLQSIVQVLYYEQTRLRNALFCSYQDED
PKNVNMQQSWRISSGALSAAISPRDNYASLRRENRELKLELARLRMRLNDLEKEHVSMKMNIERSGSRRFFDLFSKAVGR
LFAHRNETKVTERTCDKHVS*                                                           
>Mgut_mgv1a027075m                                                              
MSDKKKELLSTAMKRTSEWIFSQEIPSDVTVNAGGTSFSLHKFPLVSKCGYIRKLVTESTDADLAVVEIPDFPGGPEGFE
LAANFCYGINFEITTENIATLRCAAEYLEMTEEYSVGNLVGRTESYVNEVALKSLAGAVSILHSAENLLPIAEKVKLVSR
CIDAIALVACKDSQFAAPVRAGGTGLNDSKPVVDWWAEDLTVLRIDLFQRVLIAMMARGFKQYALGPILMLYAQKSLRGL
DAFGKGRKKIDPRQEHEKRVVLETIVSLLPREKNTMSVSFLSMLLRAAIYLETTVACRLDLERRMALQLGQAVLDDLLIP
SYSGCGVHADDQDHVSPSAIEVEKVAKLMENFIAEIASDRNLSVSKFISIAELTPEQYRMTEDGMYRAIDIYLKAHPALS
DMERKKVCSVMDCQKLSREACAHAAQNDRLPVQTVVQVLYYEQQRLREAVDGSSSLNDTSAIPAKPGPYSGDVHIVTDEV
SSLRKENQDLKLELVKMKMRLNEIEKPSPTAFGSPSPATTVSRPGSADKPPLPPLPKKSFISSVSKKLGRFIRADGLSAQ
GSRGRTKPAKDRRHSIS*                                                              
>Mgut_mgv1a009872m                                                              
MSESAYRVETTSRLAQWRIENLASCTYRKSDPFKIGKWNWHLSMEKNRALFIKLYPEISNLTRENPPIASFVIRVVSSVG
DRKCLVHPEITDKQLKSNEDFVWAIEVPLSGKFIIDVEFLDLKIGSPDGTELCSIWSEGFTQRQSNETALTSLGRMLSES
IHTDIAINASDGSISAHRAVLASRSPVFRSMFSHDLKEKELSAINISDMSIEPCQAFLNYIYGNIQNEEFLTHRLALLRA
ADKYDISDLKEACHESLLEDIDAKNVLERLQNASLYQLPKLKSSCMKYLVKFGKIFDIRDDFNAFVLCADRELISEVLNE
ILAAWKGF*                                                                       
>Mgut_mgv1a004464m                                                              
MAACMKLGSKSDAFQRQGQAWFCTTGLPSDVIVEVGEMSFHLHKFPLLSRSGVMERLIADASEQEEGCLIQLPQIPGGSK
TFELVAKFCYGVKLELTSANVVHLRCAAEHLEMTEDYGEANLISQTEIFLNQVVLRNWKDSLKALQTCDDVISEAEELQI
PKRCIDSLAAKACTDPNLFGWPVMEHGGPMQSPGGSVLWNGISTGARPKHSSSDWWYEDASSLSLPLYKRLISAMESRGV
KREIVAGSLNCYAKKYLPGINRRQGASKASNNRVVAPLSEEDQKILLEEIDQLLPLQKGLCATKFLFGLLRTAKILKANP
TCVSNLEKRIGVQLDQATLEDLLMTNSSDSMETLYDVDCVQRILEHFLTMDGGGGGGGGGESPESVEDGGSQLMGSPSLT



PITMVAKLIDGFLAEVASDVILKLPKFQSLAAAVPEYARPLDDGLYRAIDIYLKSHPWLAESDREQLCRLMDCQKLSLEA
CTHAAQNERLPLRVIVQVLFFEQLQLRTSIAGCFLVSDNLDVVRGS*                                 
>Mgut_mgv1a021791m                                                              
MDCSICSAMPYILRPPRNTICGACYEGARTIIALTNKLDTTIDKGSDKPSTNPVSSSNSAKGFANALKWVKEMKEVEEDL
NERINYLSGFADVFADQIHTDIQVQPGNNQPSIPAHRALLAARSCIFRNILDSDECKAPPNQTITLSELSHDELESLLEF
LYSGNLAKEKVEKHVYALSIAADKYEIPFLQKFCEQHMLGSLSSSNALDILEISDTCSNQSLKETALNYIVRNMEDVVFS
ARFDAFALKNPHLTVQITRASFMDIRNRRAAGV*                                              
>Mgut_mgv1a004127m                                                              
MESDTSPDTGSPVSSSDFGFAFNDVNFSDRLLRIEILPDLPGSKPDADDSLADWARNRKRRRDDQLTNAVELADQREEQI
LNGNMPDLEDGVTYENQEEVVAMVEELPVGGEIATDQSGHEAAQRNEASSSMDYLTVQVKTIHISSPILAAKSPFFYKLF
SNGMRESEQRHVTLRIQASEEAALLDLLNFMYSNTLPRTTPTALLDVLMAADKFEVASCMRYCSRLLRNLPMTCESALLY
LDLPSTILMADTVQPLTDAAKQFLAARFKDISKFQEEVLNLPLAGIEAVLYSDDLQVASEDAVYDFVLKWARVHYPKLEE
RKEILSNRLLRFVRFPCMTCRKLKKVLTCTDIDQELASKVVMDALFFKAEAPYRQRSLVAEETKASFRRFVERAYKYRPV
KVVEFDSPRQQCVVYLDLKREECVQLFPAGRVYSQAFHLGGQGFFLSGHCNMDQQSSFHCFGMFLGMQEKGSVAFTVDYE
FASRTSPSEDFVSKYKGNYTFTGGKAVGYRNLFGTPWTAFIADDSPYFINGVLHLRAELTIKK*                
>Mgut_mgv1a010667m                                                              
MRRHHHPRRRQLSSDSDIDFRGDDDDDDEDEDEEEVEEGSSAARRRRRIKMKCLSCKEDYGDNDAGTCRECYEEAGETEE
ELKREIDDLKSKVNFLRLLSVGPGPVGPNCITRPNTPCFSDVVLVASGSKDSDGSQCISPSIPAHRAVLTSRSPVFRAML
ETEMEETLSGTIKIGDVSYDALRAFVNYMYTAEACLDEHMACDLLVLAERYQVKHLKTYCEKYLMSKLNWENSLPYYAFA
HQHGAKSLLEAALSLIMDNMDKLSKQEEYMELVEKDPRVVVEIYEAYLSKQVNTAAASKDPSAKA*              
>Mgut_mgv1a007354m                                                              
MVGMGRVYQETAKPSSSSAAPSTPAVTTSISISETVNGSHDFKITGYSLSKGIGIGKYIASDTFMVGGYAWAIYFYPDGK
SMEDNATYVSLFIALASEGTDVRALFELTLLDQSGRERHKVHSHFGRALESGPYTLKYRGSMWGYKRFFKRTALETSDYL
KDDCLQVHCCVGVVKSHTEGPKIYSIPLPPSDIGQHFGQLLESGKGSDVNFDVNGENFSAHKLVLAARSPVFRAQLYGPM
KDQNTQCINIEDMEPPVFKALLHFMYWDTLPDLEELTGMNLPWAATMMSQHLLAAADRYGLDRLRLLCEAKLCEDVAINT
VANTLALAEQHHCFQLKSVCLKFVALPENLRAVMQTDGFEYLKESCPHVLTELLEYVARTNEHSIAMGKQGIEAILDGSD
VNGRRVKQRL*                                                                     
>Mgut_mgv1a018386m                                                              
MEEEDFASESASATVRGMEKGSHLFVVKNYSLHEGIGVGGAIESEEFIVGGYGWTIRFILNQTTIAVGCLYSAHFMDQSG
KGNDKGLSFFDNSKIMYFERDRVIGRNFFIRRSSLNCPDYLKDDCLKIRVTIEVFTCRIHNLPLIKVPESNIGADFGKLL
RSKQRADVFFRVKNKSFCAHKRILAARCPQFLSQVSDSNYEIEVTYMEPNIFKALLWFLYTGTLSDEEHDDSDIGHSMLE
SFIGKMLAAADRFELKRLKNICELSISKRISGDSIAYILHLAERCHAKELKDACLGFGADNGADVMSCEGRRYLKERCPL
LFLELAYNIR                                                                      
>Mgut_mgv1a007664m                                                              
MGSPGADISWPSSVIESFDRSFDINIEEGNSSDISYFLEDKMPSPNNHHNIPKPPPLPRKKLNRGLPKHCFVPKETRDVW
EKLFKEGYGADVHVITENGSIIPAHLSILSVASPVIGNLLQQSKVKNGVRFIRILGVPYDAVCTFIRFLYSSCYEEEEMN
KFVLHLLVLSHSYTVPSLKRICEYILEQGWLNNENVVDVLQLAKNCDTPRLALFCLRIIMNDLKSISKTEAWKFMKRDNP
SLEQELLESVVEADSRKQERMKKIEERKVYLQLHEAMEALLHICREGCRTIGPRDKVLKGSSIPCGFPACKGLETLIRHF
YVCKTKVPGGCVHCKRMWQLLELHSRMCNEPETCKVPLCRHFKVKMEHLSKKEEVKWKLLVRKVVAVKNAQKLFSPRRL*
>Mgut_mgv1a002655m                                                              
MAAATTTHLKFHNQPIKIKRRRRRETTITSTPTPVDSPLSSSSSAATNTTRSNHYHSRKIDTPITLSPDNSGCRAASEPP
PEAADRTSALVVSSLPSSSSSDLKTRSSTSTMGSYTTPTQTSAAAAAAAAAAQDNFPSSLSKFNSALTAGLLNPMSPPPL
LDKTRSSPTLFEMMANEPDSYSVAATLAENGAVSAQNQIQNHQNPKISANAPPPPPDKQALMQQRLTDILASRSPGNQFN
EAASSDVKLTLSSKDGVSISISVHREILVVHSRFFAQTFNEKWVKQQRNLGPHIVEIADCDDIEVYIETLRLMYCKDLRK
KLMKEDVSRVLGILKVSAAIGFDAGVLSCLEYLEAAPWAEDEEEKVASLLSELRLQGIGAREVLKRVSLDATEGAEEAND
NEQVLVKLLQVVLEGKDDKARREMKGLVTKMLRENSSQNDLRKESLYFACNGCLKLLRVSFLQAAQGDMQDVGQIARQAD
NLHWLLDILIDRLIAEDFLNIWASENLLSESHSKVAPIHRYEVSRVTARLFVGIGKRQLLASKEARYMLLQTWLVPFYED
FGWMKRASRGLDRHLIEDGLSNTISTLPMEWQKEILLSWFERFLNGGDDCPNIQRGFEMWWRRAFWRRNNGEVERPRQIR
VVSDAVEKS*                                                                      
>Mgut_mgv1a020824m                                                              
MELSDNESKEPLKIGDRSTSDVVVRIRTHEGRDEWIYCHSHIIVKKSKYFADRLSENWPTCQILDSRNCVEVHCEERDFD
YQITVLRFFYAQSDVTVTDLCNVANAIGILRVAFELGCPQIISTCVGYLEAVPWEESEEEEILKTIPKMGSQAEQVLARL
QPVNRGTVVKIFVSAIRFATSSPECEMKDLKTSAQEQIEYMLTEDDDAPLLTADDEVKSEVRDCVNGLLARFVNVLESVD
EEMKMGLFEAHLSDLSWAFQIVAKLEIWGDFVDTWVEASAKIVRVAEVAFLLTGVAKLKVLEVTAKVLETVAYGSVVLPS
VKRLHLVKVWLAFVRLVKSSVDDSVAVSDDSVVVSDDDNGGGGGDVAVKSDDEVWQTLEGAFVLMILALPSSDQAEILTE
WLENKQIRYPDLTEAFEVWCYRSKVAKRRLGLLDGDSRKTNGV*                                    
>Mgut_mgv1a003084m                                                              
MMKLSVQPQSPASDSDEIYQADDQRIAIPARFNATTDSFEKNEHSCRKIMSQVPTDLSIQVQDVTFYVHKYPLISRCGYF
SRVEFQFPKSNLNCDIELDNLPGGPETFETILKFCYDIPINLKVNTVAALRCASEYLEMTEALEDGNLISKTEAFFTFVV
LSSWGGSITVLKSCESLSPWAENLQIVRRCCDSIAWKISQEASEVINGEKNWWFEEMSTLRIDYFTRIVTGLRARGSKPE
IIGSCIVHYGERWLPEGRGNELQWNITGGAIREEDSRPIREQRIIVESLVSLLPSEKEAVSCKFLLKMLKMAILYSASPA
LVAELEKRTGLVLETADVNDLLIPSYTAGNKIKLISSTEENIMHNVDVVQRILEYFLLYEQQQQQQLLPGPLAVSKLLDN



YLAEIAKDPNLPVTKFQFLAQSLPENARKSDDGLYRAIDTYLKTHPSLSDHDRRRLCKVMNCGKLSVDACAHAAQNDRLP
LRTMIQVLFAEQMKIRATVQGKSQTEIADNSDQESSWLSTNKEVKALKLELEKVKSQMAEMQRDHSDLQQERQKQNIKQG
NSSGWTIRWQRIRKSALFNLKTDGEETDEVNKRPNNIGKGSFRRRQSLS*                              
>Mgut_mgv1a002133m                                                              
MENQNSGGRHRDREQSSSTSSSSRRSLKRKLDEEFDGRIDDQSPLDLHRDLVREVRAQVEILDSSFSSAEKDRASAKHAI
GVLSELAKSEDIANVIVDCAAVPSLIRHLQAPPVSEGDSGPRLYEHEVEKGCAFTLGLLAVKPEYQQLIVDAGALPHLVD
LLKRHKLNSRAANGVIKRAADAITNLAHENSSIKIRVRVEGGIPPLVELLDFADPKVQRAAAGALRTLAFKNDENKDQIV
ECNGLPTLILMLRSEDAAIHYEAVGVIGNLVHSSPSIKKQVLAAGALQPVIRLLSSYCSESKREAALLLGQFAATDSDCK
VHIVQRGALQPLIQMLQSPDTQLKEMSAFALGRLAQDTHNQAGIAHSGAIEPLLKLLESKHEFLQHNSAFVLYGLVENED
TIADLVRFGGVQKLQDGEFIGQPTRDCVARTLKKLEDKIHGSVLSYLLRMMRVGEKKVQRRVALALAHLCNPDDQKTIFI
DNDGLTLLLELLESTNSKHQRDSSIALCRLANKASSLSLMDAAPPSPIPQVYLGEQYVNNPTLADVTFLVEGKRFYAHRI
CLLASSDAFRAMFDGGYRERDAKDIEIPNIRWDIFELMMRYIYTGSIDVKLDIAQDLLRAADQYLLDGLKRLCEYAIAQD
ISVENVSLMFELSEAFNALSLRHACVLFILKNFDKLSVMPWYSQLIQRILPETRNYFVRALTRPDQMVI*          
>Mgut_mgv1a003749m                                                              
MRGSGLDLFDPTTAVMDSDDNSSPGGSRDPDFGFAFNDSNFSDRLLRIEIVADPSESQPDSDACQTLAGWAARKTKRRRA
DIAKKENDMYHSFAALDINNCPEEQILDCESDADDGLGDADHDEEEIPMIEDSPSGDEAANSDDSNWSGDGSRVQRVKTL
HISSPILAAKSPFFYKLFSNGMMESEQRHVTLRINASEEAALMELLNFMYSNTLSTNTAAGILDVLMAADKFEVASCMRH
CSRVLRNMPMTPESALLYLDLPSSVLMADAVQPLTDAAKQFLAARYKDISKYQDEVINLPLAGIEAILSSDDLQVASEDA
VYDFAVKWTRTHYQRLEDRKDILCTRLGSHIRFPYMTSRKLRKVLACQDFDQDFSKQAVLEALFFKAEAPHRQRTQAIDD
SSTSTSRRFVERAYKYRPVKVIEFDLPRQQCVVYLDLKREECSNLYPSGRVYSQAFHLGGQGFFLSAHCNMDQQSSFHCF
GLFLGMQEKGSVTFAVDYEFAARSKPLEEYISKYKGNYTFTGGKAVGYRNLFNIPWTSFVAEDSLYFINGVLHLRAELTI
KREITT*                                                                         
>Mgut_mgv1a002858m                                                              
MKFMKLGSKPDTFQIDGNNIRYVASELATDVVVQVGDVKFYLHKFPLLSKSARLQKLVSSSNEGNSDEINIHDIPGGPTA
FEICAKFCYGMTVTLNAYNVIATRCAAEYLQMHEAIEKGNLIYKIDVFLNSSLFRSWKDSIIVLQTSKSLLPLSEELKLI
THCIEAVASRASVDVSKVDWSYTYNRKKLVEENLTDPSWHGVRTREVPSDWWVEDLCELEIDMYKRVMTAIKNKGIVSNE
VVGEALKAYAYGKLPGSGKNVVPQNDVSKFRSILDTIVWLLPQEKGCVSCSFLLKLLKAAISANSAESVKMELVKRIGQQ
LEEASVSDLLIRACDAGVEEGMMMYDVNVVKKILEEFTMADKNEIEENGGEIKEIRRPGILSEASKLMVAKIVDGYLVEI
AKDPNLPLSLFIGISEMVSGFSRPAHDGLYRAIDTYLKEHPGIGKSDRKKICKLMDCKKLSADACMHAVQNERLPLRVVV
QVLFFEQVRAAASSGSSTPDLPKAIKDLNSGSYGSSRSATTTNTNTNTDEDWDAVASAEELRALRGELAALRLGNEVVGG
GESRSGNSERGAAVSKMKGLIMSRRIFSKIWSNKAPAVENSGSDSSESLGSTNQDEAKCTPTRRGRHSVS*         
>Mgut_mgv1a003347m                                                              
MENGADLSSSLSFASSSYLSNGSSGHEMPSTAGFEVGANLELLSLSRLSSSLEKLVIGGAEYDYSDAEIEVEGIAVGVSR
CILAARSHFFHEIFKNNNAESRSSTKEGKKPKYILSELVPHGKIGYEAFTVVLNYLYTGKVKASPAEVATCVDESCAHDA
CGPAINYAVEMMYASATFQIKELVMVVQRRLLNFVDKAFVEDVIPILIVASTCNLNELLSHCLQRIARSDLDNTIIEKEL
PYQTQNEVKSLRLKSNNQEEEHDSIQADPTNEKRIKRIHRALDSNDVELVKMLLEESGISLDSALALHYAAAYCNPKIVA
EVLNLGFADVSLRDPRGYTVLHVAARRKDPSIVVGLLTKGASVSDRTRDGVTAVTICRRLTRPKDFNEASVHGKETNTDR
LCIDVLEREIRRNPLAGNMSVSSMMVADDLHMRLLLLENRVAMARTLFPLEARVAMQIAHAESTFEFAGLSASKGSYGNF
REVDLNEIPSEQVKKLHLRLQALQKTVETGRRFFPNCSEVLDLLLEDDTLGDLLLEKGSPEEQRTKRMRYIELKEDVIKA
FNKDIAEHNKLSGLSSSSSRSNSPRVKVRRR*                                                
>Mgut_mgv1a008185m                                                              
MDRRNEESPSRMEKSLPHPPPMPPHFNTRFHHKGLIITGSKIRGHSFLPSIAVNSSWDRLFDEGYRADVTILTDDGGVIY
AHSSILGVVSPIFKAMLNKIKTRGQSNRRSISIRGVPSEAVRVFIRFLYSSCYEEESMKEYALPLLVLSHAYVVPQLKRL
CECWLEHKLMNTENAVDIFQLALLCDVPRLSLISHRFILSNFKSVSSSDGWKDMKQSHPVLEKELANSVRHEDFRKKEIT
RKMNERKVYMQLYEAMEALVHICRDGCRTIGPHDKVPPKDDNTPCPYSACKGLEALVRHFAECKMRRPGGCVHCKRMWQI
LELHSRLCANSDDCRVPLCRKFRQRRRKQSKKEEMTWRILVKKIVRSKSISGGPYFSLESTT*                 
>Mgut_mgv11b024042m                                                             
MISNGKVILQDCIWFEGFGFNGAGYLVLVLLTDLSTQEDVETKSASQCLTRTVKGIHLFTLENYSLCKGVGYGNPICSNT
FTVAGYQWVVFFFPDRTPSEMVELSLKEKKCMRGDMGPIVLNTGQQIGAPHLIICDLLEKSPYVRVPQHNEPGFHFLGML
ETGEGSDVTFIVGGMKFRAHRVIVQHAPLYLNAYFLATWLLMVITDIKKLDTFADLEKNCPLLHKELVDYLSKERAVLHP
KQIEEVLTLAVAD*                                                                  
>Mgut_mgv1a009909m                                                              
MTDSKVETIARLAQWKIDSFGPTTPYRRSDPFKIGIWNWHLSVEKSRSVYIRLFPEPSRVSKEQPPVARFVIRVTTAGSN
RRPYISPIHERLLRTSDDFACPIDINCQGRFIIDVEFLDLKICPLNGGEGSSIWPSDETMQNLATQSTFKCLSRMLNESI
HADITINTTDGKLKAHKAILSASSPVFDSMFTHDLKEKESSTIDIEDMTCESCMALLSYLYGTMRSEDFWKHRLALLGAA
NKYAIVDLKDACEESLLEDINTGNVLERLQEAWIFQLGKLKKGCLVYLLDFGKIYDVREEMNDFFRKADRELVVEMFQEL
LAVWKPT*                                                                        
>Mgut_mgv1a024013m                                                              
MADTKVETIARLAQWKIDSFGPTTPFKRSDPFKSAYGNWHLSVEMSRSMYPPIARFVLRVTTSASNRRPYVSPIHERLLR
TSDDFACAVDITFQGRITIDVEFLDLKICPINGGEGSSIWPTDTTMQTLSTQSTLKCLSRMLHESIHADVTINASDGSLK
AHKAVLSASSPVFHSMFEHNLKEKESSIIEIEDMTSESCTALLYYLYGTINQEDFWKHRLALLGAANKYVIVDLKDACEE
SLLEDISSGNVLERLQEAWLYQLEKLKKGCLVYLLDFGKIYDVREEMNEFFRQADRELVVEIFQELLAVWKPT*      



>Mgut_mgv1a021528m                                                              
SETNVVDLQCEGDDVGVDFLTMLTSGEGSGVVLNVGGEKFHAHKVILSACSSVFESMFASHLTISDQHAIVISDVEPQMF
KRLSLAGKYNASELKHLCFEYAFENYAVLVELDSFRYLEKNCPLVLDEMNG*                            
>Mgut_mgv1a003487m                                                              
MANRHNLAMERTGQWVFSQEVPTDVIVEVGEASFSLHKFMLVAKSNLIRKLILDSKEADLTRINLSGIPGGAEIFEKSAK
FCYGVNFEITVHNVAALRCAAEYLQMTDVYCDNNLAGRTEDFLSQVALTSLSGALVVLKSCEDLLPMAEDLRIVQKCVEI
ASAKACVEANFPSRSPPNWWTEELTILEINFFSKIITSMKTRGAKGLTLASAIITYTERSLRDLVRDHSGGNGIGIRSTE
YSDTDLRSRQRGLLESIVSLLPPEKSAFPVNFLCCLLRTAIFLKADAKCKTELEKRVSAILEHATVDDLLVLSFTYDGER
LFDLESVRKIISGFAEKEKNVAVFNAGDLKEVCSTAMQRIAKTVDAYLGEIATYGELGISKFNGIANLVPKAARKVDDDL
YRAIDIYLKAHPNLDEIEREKVCSVMDPLKLSYEARVHASQNKRLPVQIVLHALYYDQLMLRSGADEDDHKTPDAGSTRN
QLQADVSLAKENEALRTELLKMKMYIQDIQRPQGTTSKAVSTSTSTSASASASTSRKPKFFSSMSKTLGKLNPFKHGSKD
TLNLDEGMPDLTKPRRRRFSIS*                                                         
>Mgut_mgv1a022299m                                                              
MTFKNIVEGVHGFTLEKYSLCKGFGVGECFQGSNNFTVGGRTWAIYVFPEGTISDKTHGGDRYEQGHVYFGLHIRLVSTK
SDKVLLRFKMTILDQSGNGDHWTQSSLHLSPVSIAPLQDSNFPCFIDREILESNNSSYLRDDCIKIECTIGVVGPPDMRL
ISIPKYCNDVGVDFLAMFKAGEGCDVVLNVRGHKFRAHRVILSARSSVFKSMFAPSKKEIIIGNVEPRVFKALLHFIYSD
TFPEDEKCLVDGYAFGAASVSSTMAAKLFAAANQYDMKRLKSICESHLWRSISLKRFGEILSLAELCNAPDLKLLCFKYA
AEYYD                                                                           
>Mgut_mgv1a007421m                                                              
MIVNCSEPNNGLDSSSRSVNETVNGSHHFTIRGYSLAKGMGPGKYIASDTFSIGGYEWAIYFYPDGKNPEDSSMYVSVFI
ALASEGTDVRALFELTLSHQSGKGKHPLHSHFDRALESGPYTLKYRGSMWGYKRFFRRTSLETSDFLKDDCLSMHCTVGV
VRTRVEGPKSYSVIVPPSDMGQSLKYLLDSETGCDITFQVGEESFRAHKLILAARSPVFRAQFFGLVGNPNSDKVEIEDV
EPFIFKALLQFIYSDELPSFDEIMDSTTTPSAIMMQHLLAAADRFGLDRLKQLCEVKLCEEVNAETVATTLSLAEQHRCP
QLKAICLKFAATNLGVVMQSEGFRHLEESCPSLLSELLETVASVDEKPNSVSGNNKKRSGSSIFGLDLAADGVAESVNPN
GRRLRRRA*                                                                       
>Mgut_mgv1a009478m                                                              
MIVNCSEPNNGLDSSSRSVNETVNGSHHFTIRGYSLAKGMGPGKYIASDTFSIGGYEWAIYFYPDGKNPEDSSMYVSVFI
ALASEGTDVRALFELTLSHQSGKGKHPLHSHFDRALESGPYTLKYRGSMWGYKRFFRRTSLETSDFLKDDCLSMHCTVGV
VRTRVEGPKSYSVIVPPSDMGQSLKYLLDSETGCDITFQVGEESFRAHKLILAARSPVFRAQFFGLVGNPNSDKVEIEDV
EPFIFKALLQFIYSDELPSFDEIMDSTTTPSAIMMQHLLAAADRFGLDRLKQLCEVKLCEEVNAETVATTLSLAEQHRCP
QLKAICLKFAATNLGGACSP*                                                           
>Mgut_mgv1a003173m                                                              
MVSEHSLSTPHHHHPPPTKFSTSFANRIFSDVAGDITIIVDGESFLLHKFPLVARSGKIRKLVADAKISNSNLSKLELNN
LPGGPETFELAAKFCYGMNFAITSANVAPLRCAAEYMEMTEDYRDENLIERTQTYLIEVVSHSLQKSVEVLSSCENLLPL
ADEIGISDRCVCAITTTACKEQLVSGLSRLDCHSGSLEPKGRCHEWWIEELSVLGVDFYHRVISAMGQSGVRTDSIVASL
MHYAHTSLKGIGKPHLWNPARTNNPGFVENAQKTIVESLVTLLPTEKSSSVIPLTFLFGMTRVAIMVDATLACRIELERR
IAYRLEMAILDDLLIPCVQTGESLFDVDTIHRILGHFLQRIEEEEENEEFGYESDGHGSLLKVGRLIDSYLAEIAPDPYL
SLAKFISMIEVLPDYARVIDDGLYRAIDIYLKAHQTLNENECKKLCKFIDCQKLSEEACNHAAQNDRLPVHLVVRVLYFE
QLRLKNALSGSCGDGLLSQKISSGVASAAMSPRDTYASLRRENRELKLEISRMRVRLSDVEKEQLVMKQGMMDKSSQGGK
TLLTSISKGIGRIGIFKAQNQDQHNKRGKKLKSAGRGKRHSVS*                                    
>Mgut_mgv1a007584m                                                              
MSETPEKTPNPNPLISPTSSRSVTETVNGSHRFVIQGYSLAKGMGIGKHIASDDFTVGGYKWAIYFYPDGKNPEDNSTYV
SVFIALASEGTDVRALFELTLVDQSGKGKHKVHSHFDRSLESGPYTLKYRGSMWGYKRFFRRAMLETSDYLKDDCLKINC
TVGVVVSAIDCSRLHSIQVPDSDIGADFGTLLENMDGADISFDVAGEKFQAHKLVLAARSPIFRSEFFDVMDSDEQEIVV
SDMEPKVFKAMLHFIYRDALVEDELIASSSCSSPLITDTLTAKLLAAADRYDLGRLRRMCESHLCKDISVNSVAHTLALA
DRFHAAELKAICLRFAAENLAAVMRSDGFEYLKENCPALQSELLKTVAGCEEDCSSGGGKSRSVWAQLSDGGDTTGRRVR
QRT*                                                                            
>Acoe_002_01212                                                                 
MELGQDEKLHKGSQKIEIKDYTKLKGSGIGTMIKIYYFTFGGHGWMIYFYPNGVTVDDREFVSFFIDMIDDRKKQVKALI
ELKLVDQSGKGNDVSFKNSTSFSMKGRGTSWGFKRFYKRANLENSDFLKDDSLVIFVTIGIVVSKISNSWRVYVPESDMG
RYIGKLLNNRLGCDVVFNVAGENFHAHKVVLAACSPYFRDQFFKANKADMVEEGEIVVIKDMKPEVFKAMLHFIYTGTLL
EDGMLVEFISSSEIYDETLLGEAELHGLEGFKLKFYSYLWANISANNAAKIFTFANRHDDAMELKSACLSFLVENLAAVV
QSNGLKCLKEDFSLLHSEIFQMVPGAEEKYSRGEKIRNSWTRLSDFRYDLGVLLEDPVGCDVVFNVAGKKFDAHKVVLAA
RSPVFQDQFFENGQAKAMDESEIGVSNVEPEVFKAMLHFIYRDSLLVDNELNRPTASSSKSSALDTFVAKLFVAAYRYRL
TRLACMCQSHLCKDLSVISVGETHALAVSHGATDLKFACLHFALENLTAILRVNGLNYLKANFPSLLFDVRMEECERELA
MMYTKGG                                                                         
>Acoe_003_00750                                                                 
MKVVIPSSSSDDNDGSNNVGEGRELRGGGGGGGTTIESSGVALDSSNLVSLCDHIQLEGFNSGSFSDVVVQVMNSTYHLH
RLILSRSSYFRNMLHGPWKEAHAPVLNLHVDDDNVNGDAIAIALAYLYGHHPKLNDSNAFRVLAAASFLDLQDLCAICTD
FIISELWTSNFLAYQIFAEGQDYGIHGERVRNACWGYLCQSGDMELKEVLPKLSSQTLQALLTSDELWVPTEEKRFELAL
YTLLAKAALLQAEQPEHGSPSFEMGRSAHCDSSGEKAENVIDNNRDEKLIEAENISLKDDCDGHKTAHNILVQLADCVVD
FHSGISDSKPLGQEVAGSQLNQETRYPDQKDQAASMLPSLSHPDGSRTSYSYVEMPTSVEASRMRGSGVAMEGPSEESTC



YHVNTNVWLPRDQTRQSSSASSSCNNNMPNEWGRCGMPPPSWGGRVVGRRQVKNHAKGYSAMLGEEYDAFINIFEGGSLL
YCNMSFEALLNVRKQLEEMGFPCKAANDGLWLQMLLSHKVQEIGADTCKNCCLTSMACACRQYGFPQGTTTGYYMQDHDR
NNLSGSMGNIYVTDAAQGEGNGFSRPVRVHVRGPIDGLAGIGRGTTFVPATSWQPTRFVFSRVPFGARADYNGEFSGDGL
TALVGLSQGGGNAVPVHGEQVVRIYEPDVQSRYSGATVSGPSNSGIPMQMLESSDHDGGLEWENGDGSSISLDTKTPLRH
FPPFRFGVEFEDVHRLNDGQVKHSTEVFYAGSLWKVSVQAFNDEDPQGRRTLGLFLHRRKAEVSDSLRKVSPFTGKRKIM
MI                                                                              
>Acoe_003_00831                                                                 
MGVSFGELKPSISGKRSFRPSLSARHTTEWPVSDVSSDITVDVGTTNFSLHKFPLISKSGKIRKMLSEAKDSKVSRINLQ
AAPGGSEAFELVAKYCYGMNIEITLANVAMLRCSAHYLQLTEEYAENNLEMRTEVYLREMVLINISNSIAVLHCCESLLP
VAEEINLVNRIINGIASNACKEQLVSGLSKLENNFPVKPITTVEPETLLDWWGRTLTVLNLNFFQRVVSAVKSKGLSQDV
ITRILIIFAQNSLQGLVVRDPQMIQENFLDVELHKKQRVVVEAIVSLLPTQSRKSTVPMAFLSSLLKIAIASSATSTCRS
DIERRIGLQLDQAILEDILIPVNTQGNNHHPLYETDAIFKIFSMFLNVDEDDSEESHTRDENGLGYDFDNPGSPKQSSIL
KVSKLLDSYLAEIALDSNLSPSKFIALAELLPDHARAGSDGLYRAVDIFLKVHPSIKDTERYRLCKTIDCQKLSQEACSH
AAQNERLPVQTAVQVLYFEQIRLRNAMNGGHNQLFYSSTNSHFPQRSSSCGGSGAISPRDNYASVRRENRELKLEVARMR
MRLNDLEKDHVSMKQDFVRTNPANKILKSLSRKLRNLNALFRIHNIKPMGVKTNSENRFVFQKRRHHSLS          
>Acoe_005_00177                                                                 
MDCSICGSMPIALRTPRNLICLTCYEGAKSLITFVSNNVENVNSPVSQSNSSAKGFANAMKLVKEMKEREEMLNEKLGFL
SGLLVAFRDELHSDIQVKPGNGPSISAHRSLLAARSIIFKNILEESDGCKAPPTETISLPELDHEELQSLLEFLYSGSLP
SEKISKHVYALYTAADKYDIPFLQKFCEHWMLGSLNLSNALNILETSDVCPTTTLKDSAMNFIVNHMEDIVFSTAYDAFA
LKNPHLNVQLTRALLIETKRKNHDSPV                                                     
>Acoe_007_00103                                                                 
MGTEKPSSKGQAWFCTTGLPSDIVIEVDEMCFHLHKFPLMSKSRKLHQLITEQETSSPASSTEQKDDEQDENEEQIELHI
TLPDFPGSSETFEIAAKFCYGVKIEISSSNVVSLRCAAEYLEMTEEYSEDNLISKTESFLTQSVLRSIKESIKTLISCES
IMDLAESLNIPKRCIDSIAARACSADPSFFGWPMNEATIEVRNSNQILWNGIDTGARKKASRSINAESWFEDLAFLSLPL
YKRIISAMKDRDLSSEIIESLLISYAKKSIPGISRSTRKQTANSIATEAEQRVLLETLITNLPLEKSSRSSTAVRHLFGL
LRTANILNVSEASRTILEKKIAWKLEQASLDDLLIPSYSYLIETLYDVDCIERILKYFLGNLHEKAANEMDGGDVEDGEA
IAGSPVMLVGKLIDGYLSEIASDANLKPQKFIDLAVALPDQARSFDDGLYRAVDVYLKAHSTVTEEEREKISGVMDCQKL
TLEACTHAAQNERLPLRAVVQVLFFEQLQLRHAIAGSLLAATSDHQDSPLPCVLQLEHQESVEHLHENHNNTWKAAIREN
QVLRLDMDSMRSRVHELERECSTMKKVIHQIDKNVAVGSSGGWRNTISKKFGCKFKTQVCDSRERAVVETRKGSHQRQTS
L                                                                               
>Acoe_007_00874                                                                 
MDGKKQKKYLTVAPFECAWRKELRFREAGRGCVAFEAFAHNDVTVVFREHVGSQNYHYKMDNSPHYTVIIGSHRNRRLKI
EVDGKTVVDEAGIGLCCSSAFKSYWISICDGLISIGKGQFPFQNLVFQWLDSNPNCSVQYVGLSSWDKHVGYRNVNVLPL
KQNHISLWKHLNHIENEQDENDEDEPENNSESYDDWGLKNFLESWDLSDMFFVVGEEEKVVPAHRIILSLSGSFPFSSSS
EDVIQIPEVAYPILHALLQYIYTGRTEIVEPQLGFLKDLGQQFVVISLVKQCEEVIDRVKLNKKLFDLGKTVEISHPCSR
PQRCAVFPFELPINVQKLKESISVGSYTDVDIYIDGHDLVARCHKLILSLWSAPFMKMCTNGMCESKSSQIILRDVSFEA
FTTMLEFMYSGELNVEDTVDAGRLLIQLLLLADQFGVAPLHQECCKIILECLSVDSICPILQVVSPISSCELLKETCERK
FSRHFDYCTTASSNFVLLDEATLGGILQHPSLTVTSEERILDAILSWGILTNELYGWEAVDELLISSRPELLFGDRLKSI
EALLPLVRFPLMSLSLLKKLAKSNLSVRIPEFGKLVKEAIRYNDSGMTQPGDNQNARFHHRQSSFKELQYICDGDKNGVI
YFAGTSYGIHQWVNPVLSKKITVTASSPASRFTDPKALVSRTYQGTSFAGPRVEDGRNCSWWMVDVGQDHQLMCNYYTLR
QDGSTAFIRSWTLQGSLDGQSWTNLRVHENDQTMCKPAQFASWPVNDPTALLPLRFFRVLMTGPTTSDSTPWNLCVCFIE
LYGHFHMDGKKQKKYLTVAPFECAWRKELRFREAGRGCVAFEAFAHNDVTVVFREHVGSQNYHYKMDNSPHYTVIIGSHR
NRRLKIEVDGKTVVDEAGIGLCCSSAFKSYWISICDGLISIGKGQFPFQNLVFQWLDSNPNCSVQYVGLSSWDKHVGYRN
VNVLPLKQNHISLWKHLNHIENEQDENDEDEPENNSESYDDWGLKNFLESWDLSDMFFVVGEEEKVVPAHRIILSLSGSF
PFSSSSEDVIQIPEVAYPILHALLQYIYTGRTEIVEPQLGFLKDLGQQFVVISLVKQCEEVIDRVKLNKKLFDLGKTVEI
SHPCSRPQRCAVFPFELPINVQKLKESISVGSYTDVDIYIDGHDLVARCHKLILSLWSAPFMKMCTNGMCESKSSQIILR
DVSFEAFTTMLEFMYSGELNVEDTVDAGRLLIQLLLLADQFGVAPLHQECCKIILECLSVDSICPILQVVSPISSCELLK
ETCERKFSRHFDYCTTASSNFVLLDEATLGGILQHPSLTVTSEERILDAILSWGILTNELYGWEAVDELLISSRPELLFG
DRLKSIEALLPLVRFPLMSLSLLKKLAKSNLSVRIPEFGKLVKEAIRYNDSGMTQPGDNQNARFHHRQSSFKELQYICDG
DKNGVIYFAGTSYGIHQWVNPVLSKKITVTASSPASRFTDPKALVSRTYQVCWRYTSCNVIMDGKKQKKYLTVAPFECAW
RKELRFREAGRGCVAFEAFAHNDVTVVFREHVGSQNYHYKMDNSPHYTVIIGSHRNRRLKIEVDGKTVVDEAGIGLCCSS
AFKSYWISICDGLISIGKGQFPFQNLVFQWLDSNPNCSVQYVGLSSWDKHVGYRNVNVLPLKQNHISLWKHLNHIENEQD
ENDEDEPENNSESYDDWGLKNFLESWDLSDMFFVVGEEEKVVPAHRIILSLSGSFPFSSSSEDVIQIPEVAYPILHALLQ
YIYTGRTEIVEPQLGFLKDLGQQFVVISLVKQCEEVIDRVKLNKKLFDLGKTVEISHPCSRPQRCAVFPFELPINVQKLK
ESISVGSYTDVDIYIDGHDLVARCHKLILSLWSAPFMKMCTNGMCESKSSQIILRDVSFEAFTTMLEFMYSGELNVEDTV
DAGRLLIQLLLLADQFGVAPLHQECCKIILECLSVDSICPILQVVSPISSCELLKETCERKFSRHFDYCTTASSNFVLLD
EATLGGILQHPSLTVTSEERILDAILSWGILTNELYGWEAVDELLISSRPELLFGDRLKSIEALLPLVRFPLMSLSLLKK
LAKSNLSVRIPEFGKLVKEAIRYNDSGMTQPGDNQNARFHHRQSSFKELQYICDGDKNGVIYFAGTSYGIHQWVNPVLSK
VNFMDGKKQKKYLTVAPFECAWRKELRFREAGRGCVAFEAFAHNDVTVVFREHVGSQNYHYKMDNSPHYTVIIGSHRNRR
LKIEVDGKTVVDEAGIGLCCSSAFKSYWISICDGLISIGKGQFPFQNLVFQWLDSNPNCSVQYVGLSSWDKHVGYRNVNV
LPLKQNHISLWKHLNHIENEQDENDEDEPENNSESYDDWGLKNFLESWDLSDMFFVVGEEEKVVPAHRIILSLSGSFPFS
SSSEDVIQIPEVAYPILHALLQYIYTGRTEIVEPQLGFLKDLGQQFVVISLVKQCEEVIDRVKLNKKLFDLGKTVEISHP



CSRPQRCAVFPFELPINVQKLKESISVGSYTDVDIYIDGHDLVARCHKLILSLWSAPFMKMCTNGMCESKSSQIILRDVS
FEAFTTMLEFMYSGELNVEDTVDAGRLLIQLLLLADQFGVAPLHQECCKIILECLSVDSICPILQVVSPISSCELLKETC
ERKFSRHFDYCTTASSNFVLLDEATLGGILQHPSLTVTSEERILDAILSWGILTNELYGWEAVDELLISSRPELLFGDRL
KSIEALLPLVRFPLMSLSLLKKLAKSNLSVRIPEFGKLVKEAIRYNDSGMTQPGDNQKMDGKKQKKYLTVAPFECAWRKE
LRFREAGRGCVAFEAFAHNDVTVVFREHVGSQNYHYKMDNSPHYTVIIGSHRNRRLKIEVDGKTVVDEAGIGLCCSSAFK
SYWISICDGLISIGKGQFPFQNLVFQWLDSNPNCSVQYVGLSSWDKHVGYRNVNVLPLKQNHISLWKHLNHIENEQDEND
EDEPENNSESYDDWGLKNFLESWDLSDMFFVVGEEEKVVPAHRIILSLSGSFPFSSSSEDVIQIPEVAYPILHALLQYIY
TGRTEIVEPQLGFLKDLGQQFVVISLVKQCEEVIDRVKLNKKLFDLGKTVEISHPCSRPQRCAVFPFELPINVQKLKESI
SVGSYTDVDIYIDGHDLVARCHKLILSLWSAPFMKMCTNGMCESKSSQIILRDVSFEAFTTMLEFMYSGELNVEDTVDAG
RLLIQLLLLADQFGVAPLHQECCKIILECLSVDSICPILQVVSPISSCELLKETCERKFSRHFDYCTTASSNFVLLDEAT
LGGILQHPSLTVTSEERILDAILSWGILTNELYGWEAVDELLISSRPELLFGDRLKSIEALLPLVRFPLMSLSLLKKLAK
SNLSVRIPEFGKLVSMLWIRE                                                           
>Acoe_009_00556                                                                 
MMRESGTLEKSGGLISPTSSRSVTETVNGSHKFVIQGYSLAKGMGIGKHIASENFTVGGYQWAIYFYPDGKNPEDNSTYV
SVFIALASEGTDVRALFELTLVDQSGKDKHKIHSHFDRSLESGPYTLKYRGSMWGYKRFFRRAMLETSDFLKDDCLKINC
TVGVVVSTIDCSRLHSIQVPDSDIGNHFGMLLENQEGSDVLFNVAGEKFHAHKLVLAARSPVFRSEFFEGMDEDRNEIVI
TDLEPKVFKAMLHFIYRDTLMEDEELVSSSSSCASSTSDTLAANLLAAADKYGLDRLRLMCESYLCKDISVNSVAKTLAL
ADRHHAMELKAVCLKFAAENLAAVMRSNGFEYLKENCPSLQSELLKTVAGCEEECSSGGGKTRSVWAQLSDGGETNGRRV
RQRTMMRESGTLEKSGGLISPTSSRSVTETVNGSHKFVIQGYSLAKGMGIGKHIASENFTVGGYQWAIYFYPDGKNPEDN
STYVSVFIALASEGTDVRALFELTLVDQSGKDKHKIHSHFDRSLESGPYTLKYRGSMWGYKRFFRRAMLETSDFLKDDCL
KINCTVGVVVSTIDCSRLHSIQVPDSDIGNHFGMLLENQEGSDVLFNVAGEKFHAHKLVLAARSPVFRSEFFEGMDEDRN
EIVITDLEPKVFKAMLHFIYRDTLMEDEELVSSSSSCASSTSDTLAANLLAAADKYGLDRLRLMCESYLCKDISVNSVAK
TLALADRHHAMELKAVCLKFAAENLAGDFFVQLLFPFFTQKQCNELMVNKWQVFIFNKISFILVREWRRKSKMKLSLISM
MRESGTLEKSGGLISPTSSRSVTETVNGSHKFVIQGYSLAKGMGIGKHIASENFTVGGYQWAIYFYPDGKNPEDNSTYVS
VFIALASEGTDVRALFELTLVDQSGKDKHKIHSHFDRSLESGPYTLKYRGSMWGYKRFFRRAMLETSDFLKDDCLKINCT
VGVVVSTIDCSRLHSIQVPDSDIGNHFGMLLENQEGSDVLFNVAGEKFHAHKLVLAARSPVFRSEFFEGMDEDRNEIVIT
DLEPKVFKAMLHFIYRDTLMEDEELVSSSSSCASSTSDTLAANLLAAADKYGLDRLRLMCESYLCKDISVNSVAKTLALA
DRHHAMELKAVCLKFAAENLAGTPQVID                                                    
>Acoe_009_00695                                                                 
MEIHANKETITVCNVGDKSTSDVVVRIRTQEGRDEWFYCHSHILVEKSKYFADRLSEKWPTCQILDSRHCVEVYCQESEF
NHHVSLLRLLYVITNGSTTNTWHGVKNALGILQVAAELECEQIVHECVEYLEAMPWEEAEEEEILRITPRLGAQAELILA
RLQPVNPTAITGIFLSAIRFATSSPSSSMNDLKSSAQEQLEYMLTEDDDAPLLAANDEIKSEVRECSQNLLKRFYGLLEP
FVCNPMGLVLDADKLLELHSLLSDLAWASQILTKLDALREFVQSWVEASEKIVKAVDVKTTDPDMLEILVKVIEVASKIL
EAIAYGTVILPTSKRLHTLKLWLPFVRRKKPLVDSVTADSVTANDTDTPSFKIDGELWQSLESAFVSMVLALPSGDQAEI
LTDWLRNEYIRYPDLTEAFEVWCYRSKVAKRRLEGIPCVTNSSVTKSSCQAPSLSS                        
>Acoe_009_00883                                                                 
MGKSDTKSTENKKRQSIADSSQNSCSKSINETVNGSHEYTIKGYSLAKGMGAGKYIQSDIFTVGGYDWSVYFYPDGKNPD
DNSGYVSVFIALASEGTDVRALFELTLLDQSGKGKHKVHSHFDRALESGPYTLKYRGSMWGYKRFFKRTMLEASDFLKDD
CLSMHCTVGVVRTRTEAPKLYTVPMPPSDMGLNFKEMLESGIGSDIMFEVGEETFRAHKLILAARSPVFKAQFFGLIGNP
NMDKVVVEDVEPAVFKGMLLFMYSDELPDLLDLVSSDPECSSAILVQHLLAAADRFGMDRLKLLCEAKLCEEVTTETVAT
TLALAEQHHCSQLKTVCLKFAAVPGNLGEMMKSEGYRYLEESCPSLLSELLETIAVGDEDSSQQSSKKRTSSSNIGLNID
HLIDQNLRRLRRRV                                                                  
>Acoe_010_00212                                                                 
MKKSLQANTSQCVAIVEKFEKKERSWFPTSQIPTDLIIHVQDINFYVHKLPLISKSECLSDLLKSRPSQSNSSCDIKLDN
FPGGAETFELIIKFCYGFSVDLTASNVAPVRCAAEFLQMTEEYEEGNLISKTESFIAFIVLSSWRDSITVMKSCECLSTW
AENLQILRKCTDAVALKIIRRTSMCNDTDYDGERWWFDDISILCIDHFVRIITAIRAKGSKPEIIGASIMHYAEKWLPGM
EELQGQKGFGHRKNELHMTILSGKWEEGNVGQEKEQRRMIEVLVSILPPQREAVPCKFLLSMLKMALVYTATTALVSELE
KRVGMVLGDATVYDLLIPIPSYNNGTEGKLGSPSEERRTMHDVDTIQRIVEYFLMHEQQLQQQQSNVGKLLDGYLTEIAR
DPNLSIAKFQALAEVLPQDARTCHDGLYRAIDTYLKTHPTLMEHDRRRLCKPMDCEKLSLDGCMHAAQNDRLPLRTVMQV
TFSYKVLYSEQIKMRAAMNGKGPMQHDIMCEQDSTWSTKKEIKNIISELQKIRTSIEELQHDYSQLQQEFEKANKQKIVS
GWSSGWKKFKTSTLFHGKMNAMDTENVQLGQTTVSSKNSRRRRKSISMKKSLQANTSQCVAIVEKFEKKERSWFPTSQIP
TDLIIHVQDINFYVHKLPLISKSECLSDLLKSRPSQSNSSCDIKLDNFPGGAETFELIIKFCYGFSVDLTASNVAPVRCA
AEFLQMTEEYEEGNLISKTESFIAFIVLSSWRDSITVMKSCECLSTWAENLQILRKCTDAVALKIIRRTSMCNDTDYDGE
RWWFDDISILCIDHFVRIITAIRAKGSKPEIIGASIMHYAEKWLPGMEELQGQKGFGHRKNELHMTILSGKWEEGNVGQE
KEQRRMIEVLVSILPPQREAVPCKFLLSMLKMALVYTATTALVSELEKRVGMVLGDATVYDLLIPIPSYNNGTEGKLGSP
SEERRTMHDVDTIQRIVEYFLMHEQQLQQQQSNVGKLLDGYLTEIARDPNLSIAKFQALAEVLPQDARTCHDGLYRAIDT
YLKTHPTLMEHDRRRLCKPMDCEKLSLDGCMHAAQNDRLPLRTVMQVLYSEQIKMRAAMNGKGPMQHDIMCEQDSTWSTK
KEIKNIISELQKIRTSIEELQHDYSQLQQEFEKANKQKIVSGWSSGWKKFKTSTLFHGKMNAMDTENVQLGQTTVSSKNS
RRRRKSIS                                                                        
>Acoe_011_00389                                                                 
MKTTHTQDTNETMTISPASFSDEMYGLRPLSIGVHKSSIEAPEADVRIVTSGGLSIPAHSSVLASASRVMEKILDQPRKY
RNSNKIIQILGVTNEAVVTFVRFLYSSRCSEEDIEMFGMHLLALSHVYSVSKLKQRCTKGLAGRLTIENVIDVLQLARLC



DAPDLYIKCMKYVSKQFKAVEMTEGWKFLHNHDPWLELEILQYLDEVDLREKRRRKNKKEQSLYLQLSEAMDCLEHICTE
GCTNVGPYDMDPIKSKTKKPCSKFSTCQGLQLLIRHFATCTKRVNGGCSRCKRMWQLLRLHSSMCDEPDHCRVPLCRQFK
LKMGQDRKGDDARWRLLVRKVVSAKVLSSLSMAKRMRCPSWPRHK                                   
>Acoe_013_00045                                                                 
MDKAGASKTYILGDRSSSDIVVRLRNREKRPEWFYCHSSILIEKSKYFADRLALELTNCIEVYCSEYDYDYHVKLLKLLY
VCTDLLIDSWDSIRTALGVLQAAVSLHCEEITQSCIQYLEAVPWEDKEEEEILKAVSGLGSLAMPILARIQPVDLNATKN
VFLSAIRIATSRTGAYPPFADELKTSAQEQIEYMLGEDEDTPLITADEEVKSEVRMGLSNMLSVFTNELSSLLLDSNISS
EAAENEVLQSLLNLDWMCNILPKMDLLRDFVFSWVENSNHVLAIVQDKKFDSIIWGVKMKLIEVTGKVLEAVGYGNVILP
APIRVQLLKIWLPFIRKMKPLLDSKGTEEINFPFKMDDDLCQSIEGAIISLVLALPSNDQADILSEWMQTEELRYPDLSE
AFEVWCYRTKSAKRRLVVGFDSAGNATVSL                                                  
>Acoe_013_00174                                                                 
MKKGVLDLFDPKTVMDSDSSEGSKNGFLSDRDFGFAFNDSNFSDRTLRIEIVDGMAECKSDGEGCNSISDWARNRKRRRE
EIKKDNATELSVYRDERILDLNCTQFDAEDENQDDEAVAMIGDSQSGNEAVQDNSSPTSSMDCSMDAVVRVRTIHISSPI
LAARSPFFYKLFSNGMRESEQRRVTLRINASEEAALMDLLSFMYSNTLSANTAPALLDILMAADKYEVASCMRSCSRKLR
NLPMTPESALLYLELPSSILMAEAVQPLTDAAKQFLAARFKDITKCQDEVLNLPLAGIEAIFSSDDLQMASEDAVYDFLL
KWARIHFPKLEDRREILGRRLIRLIRFPFMTCRKLRKVLTCIDFDHDLASKAVLDALFFKAEAPHRQRSLAAEESAAISR
CFVERAYKYRPVKVVEFEAPRQQCVVFLDLKREECANLFPQGRVYSQAFHLGGQGFFLSAHCNMDQQNNFNCFGLFLGMQ
EKGTVSFSVEYEFSARAKPTEEYMSKYKGNYTFTGGKAVGYRNLFALSWQSFMAEDSLYFINDILHLRAELTIKH     
>Acoe_013_00243                                                                 
MDFSNSSLTSAGYGSYPSSYKNFNFALNAGLLNPSSPPPSILDKTRSSPTLFEMMASEQDCNPRTQISSINNINNIPIVN
GKTPISVQDKQLLLHQRLADILGNCSPGNQFNDPTTSDVKLTLSSKDGLSVSMNVHRQILVAHSRFFATKLSDQWSKQQR
SLPHIVEISDCDDVEVYVEALRLMYCKDLRRKLIKEDVSKVLGILKVSAAIMFDAGVLSCLEYLEAVPWAEDEEEKVAVL
LSQLHLPGAGAGEVLKRVSAEVMVEPEEGSNNEEVLVKLLQVVLEGKDEKARREMKGLVLKMLRENSSQNDLSKESLYSA
CDGCLQLLRLHFLQAAATSSDLNDIHQIKRQADNLHWLLDIMIDRQIADDFLKTWADQSELSEVHSRIPAIHRYEVSRVT
ARLFVGIGKGQLLASKEVRCMLLQTWLEPFYDDFGWMRRASNGLDRHLIEDGLSNTILTLPLAWQQEILLTWFDRFLNSG
EDCPNIQRGFQVWWRRAFWKRFGESEQHHL                                                  
>Acoe_014_00231                                                                 
MTSSSSSSSGVGDSKVETISRLAQWRIDSFGPCSYRRSDPFKVGIWNWHLSVEKNRYLYVRLFPEPSKLCKDQPPIARFV
LRVSNIGTNRRPYISPIHERLLRTSEDFNWPVDCAFHGRFIIDVEFLDLKICPVNGVEASSIWPSEGFVNTLSSQGSLRC
LSRMLDEGIHADVTINAADGTLRAHKAILSASSSVFHSMFLHDLKEKESSTIDIDDMSMESCTALLSYIYGTIKQIDFWK
HRLALLGAANKYDITLLKDACEESLLEDINSGNVLERLQEAWLYQLEGLKKGCLMYLFDFGKIYDVRDEINNFFRNADRE
LMVEMFQEVLTVWKPA                                                                
>Acoe_014_00660                                                                 
MSLEDSFKSLSLDYLNLLINGQAFSDVTFSVEGRLVHAHKCILAARSLFFRKFFCGPDPPPAGLDPAGGSRMNSSSSPRA
GNSQVIPVNSVGYEVFLLMLQFLYSGQVSILPQKHEPRPNCGERACWHTHCTSAVDLALDTLAAARSFGVEQLALLTQKQ
LASMVEKASIEDVMKVLLASRKQDMHQLWTTCSHLVAKSGLPPEVLAKHLPIDVVAKIEELRLKSSLTRRSLMPHHHHHH
HHHDLSVAADLEDQKIRRMRRALDSSDVELVKLMVMGEGLNLDEALALHYAVENCSREVVKALLELGAADVNYPAGPAGK
TPLHVAAEMVCPDMVAVLLDHHADPSVRTVDGVSPHDILRTLTSDFLFKGAVPGLSHIEPNKLRLCLELVQSAALVLSRE
EGNASNPPNNSIYPPMSNDHSNSNLVSLSLDSRLVYHNLTAAQLGCKMDGDDESSHSNQRDHQVMNRHGSQGGCDPSMYH
SHDYMSLEDSFKSLSLDYLNLLINGQAFSDVTFSVEGRLVHAHKCILAARSLFFRKFFCGPDPPPAGLDPAGGSRMNSSS
SPRAGNSQVIPVNSVGYEVFLLMLQFLYSGQVSILPQKHEPRPNCGERACWHTHCTSAVDLALDTLAAARSFGVEQLALL
TQQLASMVEKASIEDVMKVLLASRKQDMHQLWTTCSHLVAKSGLPPEVLAKHLPIDVVAKIEELRLKSSLTRRSLMPHHH
HHHHHHDLSVAADLEDQKIRRMRRALDSSDVELVKLMVMGEGLNLDEALALHYAVENCSREVVKALLELGAADVNYPAGP
AGKTPLHVAAEMVCPDMVAVLLDHHADPSVRTVDGVSPHDILRTLTSDFLFKGAVPGLSHIEPNKLRLCLELVQSAALVL
SREEGNASNPPNNSIYPPMSNDHSNSNLVSLSLDSRLVYHNLTAAQLGCKMDGDDESSHSNQRDHQVMNRHGSQGGCDPS
MYHSHDY                                                                         
>Acoe_016_00240                                                                 
MKFMKLGSKPDAFQADGNCIRYVASELATDIVVNVGDVKFYLHKFPLLSKSNHLQKLVSKANDDNTNEIDMINFPGGSKA
FEICAKFCYGMTVTLNAYNVVAARCAAEYLEMKEDVDRGNLIFKIEVFLTSSIFRSWKDSIIVLQTTKALLPWSENLKVV
GRCIDSIASKTSMDPSNVNWSYTFNRKLTVSDQITESTDRFQQKFNPVPKDWWVEDICELEIDLYKRVMFAIKAKGRMSG
NVIGEALDCYAVRWLPDSVTGLVSEEHIRQNKILVETIIWLLPSSKDVCCSCSFLLKLLKFAILVGAGDGPREELMKRIA
FQLDEACAKDLLIPSTSDETTIYDLELVQSLVNRFVLHHAQNTDYEKNEKGTDDLVLGRVLWLKIGNLIDAYLAEIARDP
NVTVSSFVSLSQAIPPSARPIHDGLYRAIDIYLKEHPSLTKTDKKTLCGLMDVKKFTTDACMHAAQNERLPLRVVVQVLF
FEQVRAASVGMNPPQNISCPSSRSTANTEDWGKTVPEDYKSLDKQMKSMKIADEDCRKNGKKYNKKSSKNKGGGALLLPS
RSRRIFDKLFVSSKGHGENKSSETSGSSMSPTSLNPGETKSSGSSSRNRRHSIS                          
>Acoe_016_00420                                                                 
MTSTTKNNNTSRLSTAMERTGQWIFSQDIPSDVVVEVGNTNFSLHKFMLVAKSGYIRKMIIESNEPDLTRIDLSDIPGGA
AIFEKTAKFCYGVNFEITVHNVAPLICAAEFLEMTDEYCEGNLAGRTEEFLTQVALMSFSASLVVLKTCEDLLPMAHELN
IVQRCVDVVSSKACNEANFPSRSPTNWWTEELTILDVDSFKKVISSMKSRGAKVHTLSSALITYTEKSLRDLVRDHSGNN
LKSSESNDVGVKKQQRNILEVIVSLLPSEKATLPVNFVCCLLRTAIFLNASTSCKNDLEKRISAVLEHITVDDLLVVSFN
YDGEKLFDLESVRRIISGFVEKEKSVAVFSGGDLKEVSSTAMQRVAKTVDAYLSEIATYSELSISKFNGIANLIPKAARK
VDDDLYRAIDIYLKAHPDLDEIEREKVCSVMDALNLSYEARVHASQNKRLPVQIVLHALYYDQLKLRSGDDDRSMPDAVT



TRNQLQTDVSLVKENEVLRTELLKMKMYVSDLQKNQASSSKVVVAPKKPKFFSSVSKTLGKLNPFKHGSKDTLNIDDGEV
EVTKPRRRRFSIS                                                                   
>Acoe_017_00056                                                                 
MRGWKDLELVETIYEEEDHDETYSSNSSSLSPTLTHSPPTPLQSIAKTWSLATGIETDVVIHVQDKSFHLHKDSLIAKSG
YLKRRLKDSNDITISPPLNITAETFSSIVDYCYSYQIVITPVNVAALKVAVELLDITDDNGNGVNNLRNKTESYFDHAVS
VNREYATIVLRSCLTLLPEAESASMVSRCIEALTLTHHGGGGGGDNVNGWVDDIMSLTTEDFQLIADSMHEQFSDNHDLL
YRIADLYLQEHTGKITEEEKTRICSSVDCNKLSPHLIMHAVQNPRMPLRFIVRAMLVEQLNTRCTIISTTTSAVNNHHPR
HYPQNSNENNQSMTLGAMLQRDAAFRQVAQLKATMEATSSKIETLEKDLLRMKKVLDSSKKKRVSSDSGRSASFRFSSER
KIEKEERGSRSTSLRFSDKRVKGDVSLSSSSSEISMNESVSSKREKSFGWKLMNGLKTALRMSSPTSKQDSKSSVSNKVD
GNGLQDVEEDGSIIVYREERPSHLRSRSLV                                                  
>Acoe_017_00245                                                                 
MGVATFAELKPVIPGKFRSYRPSSSIRHVVEWPISDVSSDLIVEVGARSFSLHKFPLISRSGRLRKMLSEASDSKVSRIT
LTNVPGGSEGFELAAKFCYGVSIEITLSNVAMLKCVSHYLEMVEDFAEKNLDSQAEIYMKNLVLPKISNSISVLHCCESL
LPIAEEINIVSRIINGIACNASKEQLVSGLSKLEKFAVIPPNIEPDTPPDWWGKSLTMLSLDFLQRVLSALKTKGLKQDT
ITKILINYAQKSLHGLVARDPQIIKGSFSDAELRKKQKVIVEAIVGLLPNQSRKCSVPISFLSGLLKTGILASASIVCKA
DLERRIGLHLDEAILEDILIPANSHNNNHHTLYDTDTISRIFTIYVNVEEEDNDENHMTIENEMDYDFDIPLSPKQGSIL
KVSKLLDSYLAEVALDSNLILSKFIALAELLPDHARVVEDNLYRAIDIYLKAHPNVKDSERYRLCKTIDCQKLSQEACSH
AAQNERLPMQMAVQVLYIEQMRLRNAMNGGHNQFFGSIHGQFPQRSNSAAGSGAISPRDNYASVRRENRELKLEVARMRM
RLTELEKDHVSMKQELVRSNPTNTLLRSFTKKLKKLNTLFHVKDDIKPISSSSSDTWFLFQKKRRHSLS           
>Acoe_017_00398                                                                 
MVMGRVCSETSKPSSPITTSTSITETTNGSHQFKITGYSLSKGLGIGKYIASDTFMVGGYNWAIYFYPDGKSNEDNGTYV
SLFIALASEGTDVRALFELTLLDQSGKERHKVHSHFGRALESGPYTLKYRGSMWGYKRFFKRASLETSDYLKDDCLSVHC
SVGVVKSQTEGPKIYSIAVPPSNIGQHFGKLLESGKGTDVNFEVDEEIFSAHKLVLAARSPVFRAQLFGPMKDRNTECIK
VEDMEAPVFKALLHFMYWDALPDMEELTGLNSKWASTMMNQHLLAAADRYGLERLRLLCEAKLCEDVAINTVATTLALSE
QHHCFQLKAVCLKFVALRENLKAVMQTDGFDYLKVSCPAVLTELLEYVARVGEHSVMVSRHGNEAILDGSDINGRRVKQR
I                                                                               
>Acoe_017_00539                                                                 
MRNMFLSESCKETQVHALNPQSWLQVERGKVAKSSSHSPSSIETLIKVPQPPILPFFKPVDYVDVLAQIHEELESCPSYE
RSNLYLLQFQVFRGLEEVKLLRRSLLLAWQKASTVHEKIIFGAWLKYEKQGEELISDLLASCGKCTQEFGPIDIASQLLT
DSNCYLPETFEMIEKHVSSSVFFRIEHEKIPCDRHKIAALSAPFNAMLNGGFTESLQEEIDISKNGITPSGMRAVREFSE
TGSLGDHCPDVLLEVLIFANRFCCERLKDACDRKLASLVSTRQEAVALMEYALEEHSPVLAASCLQVFLYEIPNCLNDDR
VIKIFRDASKYHISIMVGSAAFSLYCLLSEVTMARDPCSDITAYFLERLVESAVSNRQKQLSFHQLACVRLLRKEFNEAE
QLFEAAVSAGHVYSVAGLARLDFIKGQKFRSYEKMSSVISSFSPLGWMYQERSLYCDGEKKWENLEKATELEPTLNYPYM
YRAASLMRKENVQAALAEVNRILGFKLALDCLELRFCFYLALEDYPAALCDVQAILTLAPEYRMFEGRVAATQLCTLVRE
HVENWTTADCWLQLYDRWSSVDDIGSLSVIYQMLESDAAKGVLYFRQSLLLLRLSCPEAAMRSLQLARQNAATEHERLVY
EGWILYDTGHCEEGLHKAEESIQLKRSFEAFFLKAYALADSSLDSSCSSTVVSLLEDALKCPSDRLRKGQALNNLGSVYV
DCGKLDLAADCYISALKIRHTRAHQGLARVHFLRGDRNAAYEEMTRLIEKAQNNASAYEKRSEYCDRELTKADLEMVTQL
DPLRVYPYRYRAAVSMDSHKEKEAIAELSRAIAFKADLHLLHLRAAFHEHIGDVSGALRDCRAALSVDPNHQEMLELHNR
VNSQEPMRNMFLSESCKETQVHALNPQSWLQVERGKVAKSSSHSPSSMGLEEVKLLRRSLLLAWQKASTVHEKIIFGAWL
KYEKQGEELISDLLASCGKCTQEFGPIDIASQLLTDSNCYLPETFEMIEKHVSSSVFFRIEHEKIPCDRHKIAALSAPFN
AMLNGGFTESLQEEIDISKNGITPSGMRAVREFSETGSLGDHCPDVLLEVLIFANRFCCERLKDACDRKLASLVSTRQEA
VALMEYALEEHSPVLAASCLQVFLYEIPNCLNDDRVIKIFRDASKYHISIMVGSAAFSLYCLLSEVTMARDPCSDITAYF
LERLVESAVSNRQKQLSFHQLACVRLLRKEFNEAEQLFEAAVSAGHVYSVAGLARLDFIKGQKFRSYEKMSSVISSFSPL
GWMYQERSLYCDGEKKWENLEKATELEPTLNYPYMYRAASLMRKENVQAALAEVNRILGFKLALDCLELRFCFYLALEDY
PAALCDVQAILTLAPEYRMFEGRVAATQLCTLVREHVENWTTADCWLQLYDRWSSVDDIGSLSVIYQMLESDAAKGVLYF
RQSLLLLRLSCPEAAMRSLQLARQNAATEHERLVYEGWILYDTGHCEEGLHKAEESIQLKRSFEAFFLKAYALADSSLDS
SCSSTVVSLLEDALKCPSDRLRKGQALNNLGSVYVDCGKLDLAADCYISALKIRHTRAHQGLARVHFLRGDRNAAYEEMT
RLIEKAQNNASAYEKRSEYCDRELTKADLEMVTQLDPLRVYPYRYRAAVSMDSHKEKEAIAELSRAIAFKADLHLLHLRA
AFHEHIGDVSGALRDCRAALSVDPNHQEMLELHNRVNSQEPMIEKHVSSSVFFRIEHEKIPCDRHKIAALSAPFNAMLNG
GFTESLQEEIDISKNGITPSGMRAVREFSETGSLGDHCPDVLLEVLIFANRFCCERLKDACDRKLASLVSTRQEAVALME
YALEEHSPVLAASCLQVFLYEIPNCLNDDRVIKIFRDASKYHISIMVGSAAFSLYCLLSEVTMARDPCSDITAYFLERLV
ESAVSNRQKQLSFHQLACVRLLRKEFNEAEQLFEAAVSAGHVYSVAGLARLDFIKGQKFRSYEKMSSVISSFSPLGWMYQ
ERSLYCDGEKKWENLEKATELEPTLNYPYMYRAASLMRKENVQAALAEVNRILGFKLALDCLELRFCFYLALEDYPAALC
DVQAILTLAPEYRMFEGRVAATQLCTLVREHVENWTTADCWLQLYDRWSSVDDIGSLSVIYQMLESDAAKGVLYFRQSLL
LLRLSCPEAAMRSLQLARQNAATEHERLVYEGWILYDTGHCEEGLHKAEESIQLKRSFEAFFLKAYALADSSLDSSCSST
VVSLLEDALKCPSDRLRKGQVIFFISIFVE                                                  
>Acoe_020_00445                                                                 
MDSRTTVVSDSNDNNSGSSSISNETLSPEISAPDIAALKRLSENLESIFESPNSDFYSDAKIIVSGSCDIPIHRCILSSR
SSYFKTLFSSCSSNSSKREKHFKFDLKELMKDFNVGYDSVVLVLGYLYGGKVKTLSRNVCVCVDDDCEHLGCKPAVDSMV
EVLYASFVFQIPELIALYQRRLLDILDKVSVDDILMILSVAKICSKACERLLLECIEIVVKSDIDIITLEKALPHDILKQ
VMESRSELAIGDPECNTFPNKHVKRIHRALDSDDVELVRWLLKEGHTTLDDAYALHYAVAYCDAKTTTEVLDLGLADVNH
RNARGYTVLHVAAMRKEPNIIVSLLTKGARPSDLTSDGKKALQISKRLTRSIDYNRSTEEGKSSPKDRLCIEILEQAERR



DPLLGEASASLAMAGDDLRMKLLYLENRVGLAKLLFPMEAKVAMDIAQVDGTQEFPFAANSRRSSGGQLTPMDLNESPFK
IEEEHLNRLKALSKTVELGKRFFPRCSDVLNKIMDADDLSQLAYLGNDTPEERIVKKRRYVELQDVLVKAFSEDKEELDK
SVALSSPSSSSSLALLRSKNMLNSDMKMDSRTTVVSDSNDNNSGSSSISNETLSPEISAPDIAALKRLSENLESIFESPN
SDFYSDAKIIVSGSCDIPIHRCILSSRSSYFKTLFSSCSSNSSKREKHFKFDLKELMKDFNVGYDSVVLVLGYLYGGKVK
TLSRNVCVCVDDDCEHLGCKPAVDSMVEVLYASFVFQIPELIALYQRRLLDILDKVSVDDILMILSVAKICSKACERLLL
ECIEIVVKSDIDIITLEKALPHDILKQVMESRSELAIGDPECNTFPNKHVKRIHRALDSDDVELVRWLLKEGHTTLDDAY
ALHYAVAYCDAKTTTEVLDLGLADVNHRNARGYTVLHVAAMRKEPNIIVSLLTKGARPSDLTSDGKKALQISKRLTRSID
YNRSTEEGKSSPKDRLCIEILEQAERRDPLLGEASASLAMAGDDLRMKLLYLENRDWLSCVWSGKTSISHGSESCNGHCP
SGWYSGIPICCKFQKVKWWAVNTDGFERVTF                                                 
>Acoe_021_00015                                                                 
NSCSKSINETVNGSHEYTIKGYSLAKGMGAGKYIQSDIFTVGGYDWSVYFYPDGKNPDDNSGYVSVFIALASEGTDVRAL
FELTLLDQSGKGKHKYRGSMWGYKRFFKRTMLEASDFLKDDCLSMHCTVGVVRTRTEAPKLYTVPMPPSDMGLNFKEMLE
SGIGSDIMFEVGEETFRAHKLILAARSPVFKAQFFGLIGNPNMDKVVVEDVEPAVFKVTLLETHVVLSNSCTM       
>Acoe_021_00028                                                                 
MSSTRLVDTTSTTTTTKKKMKCISCKEEYGSSDAGTCKECYEEASETEEELKQEIEELKSKVAFLRFPSPVDYNRSSSSS
SSSCFTDVFLVASDDHDRDKGAPFVPAHKTVLASRSPVFKAMLENEMEESRSGTIRISDVSYDALRNFVQYLYTAEVSLD
EQMACDLLVLAEKYEVKYLKSHCEKFLMSKLNAENAFMCFAFSSQHYAKNLHETSLSLIVENMDKLTKQEEYQELVEKDP
RLIVGIYEAYLAKQVNTAAAKD                                                          
>Acoe_022_00252                                                                 
MACMKLGSKADAFQRQGQAWFCTTGLPSDVIVEVGEMSFHLHKFPLLSRSGVLERLIAETSDNGEEGCVIHLSNTPGGSK
TFELVAKFCYGVKLELTSSNVVFLRCAAEHLEMTEEYGDDNLIAQTELFLNQVVLRNWKDSLKALQTCEDILPQADDLQI
VRRCIDSLATKASTDPNLFGWPMMEHSRPMQSPGGSVLWNGISTGARPRNLKSDWWYEDISLLSLPLYKRLLSVMESRGI
NQEILSGSLTSYAKRYLPGLNRRQIVSESNNRLAPVAMGAALSEEEQKLLLEEIDQLLPMQKGITSTKFLFGMLRTAMIL
RASTSCISNLERRIGMQLDQATLEDLLMPNFSHSMETLYNVECVQRILEHFLAMDQATGGASPCCIDDDQLMGSPSLTPI
TMVAKLIDGYLAEVAPDINLKLPKFLSLAEAVPDYARPLDDGLYRGIDIYLKAHPWITDSEKEQLCRLMDCQKLSLEACT
HAAQNERLPLRVVVQVLFFEQLQLRTSIAGCFLVSENLDGSRQLRSGFAGSNEGGGWNAAVRENQVLKVGMDSMRMRVSE
LEKECTNMKQEIEKLGKGKTGGTWGNVSKKFGFKMKSQMCSAEEGSVSKQLKDKHLKVEKVRKHKHLIKDEMACMKLGSK
ADAFQRQGQAWFCTTGLPSDVIVEVGEMSFHLHKFPLLSRSGVLERLIAETSDNGEEGCVIHLSNTPGGSKTFELVAKFC
YGVKLELTSSNVVFLRCAAEHLEMTEEYGDDNLIAQTELFLNQVVLRNWKDSLKALQTCEDILPQADDLQIVRRCIDSLA
TKASTDPNLFGWPMMEHSRPMQSPGGSVLWNGISTGARPRNLKSDWWYEDISLLSLPLYKRLLSVMESRGINQEILSGSL
TSYAKRYLPGLNRRQIVSESNNRLAPVAMGAALSEEEQKLLLEEIDQLLPMQKGITSTKFLFGMLRTAMILRASTSCISN
LERRIGMQLDQATLEDLLMPNFSHSMETLYNVECVQRILEHFLAMDQATGGASPCCIDDDQLMGSPSLTPITMVAKLIDG
YLAEVAPDINLKLPKFLSLAEAVPDYARPLDDGLYRGIDIYLKVKHHNFHNSLSGFNSNVVCHKHVFSEQIMIKPMPCDI
RQFLVYNNLAQVHVHHCFYSLNNLPIEVGIGLL                                               
>Acoe_030_00142                                                                 
MASMRLGSKSEAFQREGQTWVCTTGLSSDVIVQVGGMSFHLHKFPLLSRSGVLEKLIEDFSSEDGTKCVLQLHDIPGGAM
SFELVAKFCYGVKIELNAMNVVSLRCAAEHLQMDETYGEGNLIKQTEDFLNEVFGNWVDSIKALEACEEVLPHAEETHID
SRCINSLAMKAFYWCRWWYEDVSFLSLPLYKRLIMAVEARGMNPETIAGSLMYYAKRYLPGLSKQFSFKESRNHVNTGST
ISSPSERDQRHFLEEIVGLLPSKKGVTSTKFLIKLLHTAMMLHASSSCRENLEKRVGAQLDQAALEDLLIPNMGFTVETL
YDIDCVQRILDQFILADQAAAGSSSPCIVDEEQLVDGNPPLTPITMVAKLVDGYLAEVAPDVNLKLAKFQSLAAVIPDYA
RPLDDGIYRAIDIYLKAHPWLTDSEREQLCRLMNCQKLSLEACTHAAQNERLPLRVVVQVLFFEQLRLRTSIAGWFFVSD
NLDNSQGQNGNLVLPKIEDATEANPGHAETEDHFMNINDMRSRVNELEKECLSMKQELEKLGKTKKRWNILSRLGFGKTQ
PSNDTKAAAEPSSSEPHENGEQNHEGS                                                     
>Acoe_032_00035                                                                 
AFQREGQTWVCTTGLSSDVIVEVGGMSFHLHKFPLLSRSGVLEKLIEDFSSEDGTKCVLQLHDIPGGAMSFELVAKFCYG
VKIELNAMNVVSLRCAAEHLQMDETYGEGNLIKQTEDFLNEVFGNWVDSIKALEACEEVLPHAEETHIVSRCINSLAMKA
CADPTLFNWPVSGRNSIQNPSAPVLWNGIYTGTKPRSIGVEWWYEDVSFLSLPLYKRLIMAVEARGMNPETIAGSLMYYA
KRYLPGLSKQFSFKESRNHVNTGSTISSPSERDQRHFLEEIVGLLPSKKGVTSTKFLLKLLHTAMMLHASSSCRENLEKR
VGAQLDQAALEDLLIPNMGFTVETLYDIDCVQRVLDQFILADQAAAGSSSPCIVDEEQLVDGNPPLTPITMVAKLVDGYL
AEVAPDVNLKLAKFQSLAAVIPDYARPLDDGIYRAIDIYLKAHPWLTDSEREQLCRLMNCQKLSLEACTHAAQNERLPLR
VVVQVLFFEQLRLRTSIAGWFFVSDNLDNSQGQNGNLVLPKNEDATEANPAHAETEDHFMNINDMRSRVNELEKECLSMK
QELEKLGKTKKRWNILSRLGFGKTQPSSDTKAAAAAPSSSEPHENGEQNHEGSDVLTHTLLKVCTTGLSSDVIVEVGGMS
FHLHKFPLLSRSGVLEKLIEDFSSEDGTKCVLQLHDIPGGAMSFELVAKFCYGVKIELNAMNVVSLRCAAEHLQMDETYG
EGNLIKQTEDFLNEVFGNWVDSIKALEACEEVLPHAEETHIVSRCINSLAMKACADPTLFNWPVSGRNSIQNPSAPVLWN
GIYTGTKPRSIGVEWWYEDVSFLSLPLYKRLIMAVEARGMNPETIAGSLMYYAKRYLPGLSKQFSFKESRNHVNTGSTIS
SPSERDQRHFLEEIVGLLPSKKGVTSTKFLLKLLHTAMMLHASSSCRENLEKRVGAQLDQAALEDLLIPNMGFTVETLYD
IDCVQRVLDQFILADQAAAGSSSPCIVDEEQLVDGNPPLTPITMVAKLVDGYLAEVAPDVNLKLAKFQSLAAVIPDYARP
LDDGIYRAIDIYLKAHPWLTDSEREQLCRLMNCQKLSLEACTHAAQNERLPLRVVVQVLFFEQLRLRTSIAGWFFVSDNL
DNSQGQNGNLVLPKNEDATEANPAHAETEDHFMNINDMRSRVNELEKECLSMKQELEKLGKTKKRWNILSRLGFGKTQPS
SDTKAAAAAPSSSEPHENGEQNHEGS                                                      
>Acoe_032_00118                                                                 
MSNRQPWTIDPDLDGIDLDQSDFNTSFPLKKVPNGDVFEASRAGDVDRLGYLLEKGSINVNARDKWDSVALYYACLAGHL



DAARMLLENGAICSEHTFDGDRCHYAALNLKVRKLLKTFEARPPPLGPLQAALRDTFLGCCANRSHTSNFQLFGSSSNDD
SNSSYFPPDVTFFAQSRPIEAHRIILSARSPYFKKKFEMDWKDRKEVRFSRERLSYPAFYSLIHFFYSDRLEVAVDDMED
LVRICKVCKCKALEKLLEKELFHQTYAEYKSLRDIENSQKRFILQGLSLPEEDRLPAALYRILQACLANCKEGPDNFDAL
TSGVKGIQLTEHEEDLADICVKVDKKIFRCHQIVLASRSEYFRARLSRMKDFLEGRNEFYGYTLPILEEHDLSTEAFEKM
IEYMYTDELKDVDPDQAEELFDVASRYLLFPLKRAVGDVLLPHFDMLPPAELCQWLILSDIYGVIKIREFCLDVIAYNFE
TFANTPEFRAMLLTLPPPSGDSSDRTTLPSAPGSGVNSDQGNILDDLREKWLQTEAGELDKRDESAIQFDKRLEILMVMA
KQESSDNHDDAMSNRQPWTIDPDLDGIDLDQSDFNTSFPLKKVPNGDVFEASRAGDVDRLGYLLEKGSINVNARDKWDSV
ALYYACLAGHLDAARMLLENGAICSEHTFDGDRCHYAALNLKVRKLLKTFEARPPPLGPLQAALRDTFLGCCANRSHTSN
FQLFGSSSNDDSNSSYFPPDVTFFAQSRPIEAHRIILSARSPYFKKKFEMDWKDRKEVRFSRERLSYPAFYSLIHFFYSD
RLEVAVDDMEDLVRICKVCKCKALEKLLEKELFHQTYAEYKSLRDIENSQKRFILQGLSLPEEDRLPAALYRILQACLAN
CKEGPDNFDALTSGVKGIQLTEHEEDLADICVKVDKKIFRCHQIVLASRSEYFRARLSRMKDFLEGRNEFYGYTLPILEE
HDLSTEAFEKMIEYMYTDELKDVDPDQAEELFDVASRYLLFPLKRAVGDVLLPHFDMLPPAELCQWLILSDMYDLFLLFL
VLLILLDNIVASISVGMSNRQPWTIDPDLDGIDLDQSDFNTSFPLKKVPNGDVFEASRAGDVDRLGYLLEKGSINVNARD
KWDSVALYYACLAGHLDAARMLLENGAICSEHTFDGDRCHYAALNLKVRKLLKTFEARPPPLGPLQAALRDTFLGCCANR
SHTSNFQLFGSSSNDDSNSSYFPPDVTFFAQSRPIEAHRIILSARSPYFKKKFEMDWKDRKEVRFSRERLSYPAFYSLIH
FFYSDRLEVAVDDMEDLVRICKVCKCKALEKLLEKELFHQTYAEYKSLRDIENSQKRFILQGLSLPEEDRLPAALYRILQ
ACLANCKEGPDNFDALTSGVKGIQLTEHEEDLADICVKVDKKIFRCHQIVLASRSEYFRARLSRMKDFLEGRNEFYGYTL
PILEEHDLSTEAFEKMIEYMYTDELKDVDPDQVSLVAIPTTMTTSCFLIFFFL                           
>Acoe_034_00123                                                                 
MDLHNKQLQLSMSKSTRQRCNNEWMYSDVPSDITIEVDGRTFALHKFPLVSRSGRIRKLVAEHRGSDSSRIELPNLPGGS
ESFEWAAKFCYGVNFEITSLNVAKLCCVSDYLEMGEEYAKDNLGSRAETYLDTVVCKSLEMCVDVLQQCENLLPLADELK
IVSRCTDAIASKTCAEQIASSFSRLEYSSSGRLQMNKQAKCEGDWWIDDLSVLRVDLYQRVMAAMKCRGVRPESVGASLQ
NYAQKVLTKKPSLWNASAHTKADLVVNLIENEQRLVVEALVSLLPVEKLSVPISFLFGLLRRAVMLDCTIACRLDLERRI
GAQLEMATLDDILIPLFRHTADTVFDVDTVHRILVNFSQQEDSEDDMEDISAYESDSPCSPTQSALLKVAKLVDSYLAEV
AADVNLKLSKFMVIAEILPAHARTTHDGLYRAVDIFLKAHQGLSDLERKKICKLIDFQKLSQEAGAHAAQNERLPLQSIV
QVLYFEQVRLRNALCCSYMDTEHKPMHQSWRISSGALSAAMSPRDNYASLRRENRELKLELTRLRMRLNDLEKDHVCMKK
DMEKSSSKFMKSFSWKISKFSFFTRSTSRGSSSPSKYSPRTDSKVIGRTMDLHNKQLQLSMSKSTRQRCNNEWMYSDVPS
DITIEVDGRTFALHKFPLVSRSGRIRKLVAEHRGSDSSRIELPNLPGGSESFEWAAKFCYGVNFEITSLNVAKLCCVSDY
LEMGEEYAKDNLGSRAETYLDTVVCKSLEMCVDVLQQCENLLPLADELKIVSRCTDAIASKTCAEQIASSFSRLEYSSSG
RLQMNKQAKCEGDWWIDDLSVLRVDLYQRVMAAMKCRGVRPESVGASLQNYAQKVLTKKPSLWNASAHTKADLVVNLIEN
EQRLVVEALVSLLPVEKLSVPISFLFGLLRRAVMLDCTIACRLDLERRIGAQLEMATLDDILIPLFRHTADTVFDVDTVH
RILVNFSQQEDSEDDMEDISAYESDSPCSPTQSALLKVAKLVDSYLAEVAADVNLKLSKFMVIAEILPAHARTTHDGLYR
AVDIFLKVRISSIFLMICLNSHYFIIILF                                                   
>Acoe_037_00025                                                                 
MKESNNTNLDLFDPRTVMESDFGPGGEGNSEKKIENSGKVSLSSDGDFGFAFNDSNFSDRILRIEILSECPDDKSDVDAG
SISLADWARVRKRRREDIKKDNPLESVYEEPDTEDVLVYENQDEEAVAMIEESPPGEEAAENSDSSWSMDCSVVLRVRSL
HISSPILAAKSPFFYKLFSNGMRESEQRHVTLRVNASEEAALMELLNFIYSNTLSTTTPTALLDVLMAADKFEVSSCMRY
CIRMLQNLPMTPEAALLYLELPSNVLMAEAVQPLTDTAKLYLADRFKDITKFQDDVLHLPLPGIEAVLLSDELQVASEDA
VYDFVLKWARIHYPKLEDRREIMGSRLCRLIRFPFMTCRKLKKVLTCVDFDQDLASKVVLEALFFKAEAPHRQRVLAAEE
SAPSNRRFVERAYKYRPVKVVEFELPRQQCVVYLDLKRDECVNLHPTGRVYSQAFHLGGQGFFLSAHCNMDQQNLFACFG
LFLGMQEKGSASFAVDYEFAARSKPSEDYVSKYKGNYTFTGGKAVGYRNLFGTHWETFVSEESPYFINGILHLRAELTIK
R                                                                               
>Acoe_038_00192                                                                 
MDYQTTLVSDSNSIGSNNICKYEKTHSPEITIIPNIVALNHLSLNLESILFDTQNSNFSCYSDAKIIVSDTIDIPVHRCI
LSARSSYFKKLFSSSEEEEKIEEYTMKEIMKDFEVGFESMVLVIRYLYSGKIKDLPMNVCICVDDDCQHLGCKPAIDSLV
ELLYAYFVFQIPDMVALYQCRLLDILDKVLWDDNILVILSVAIICSTACERLLSECIEIVVKSDINIVTLEKALPPDILK
QIMDSRSDLAIGDPECNTFPNKHVKRIHMALDSDDVELVRWLLKEGHTTLDDAYALHYAVAYCDVKTTAEILDLGLADVN
HRNARGYTVLHVAAMRKEPNIIVSLLTKGSRPSDLTPDGKKAIQISKRLARFRDYNRSTEEGKSSPKDCLCIDILEQAER
RDPLLGEASSSLTMAGDDLRMKLLYLENRVGLAKLLFPVEAKVAMDIAQVHGTVEFSFVSNSTRFVVGQLAPMNLNTIPF
KIQEEHINRMKALSKTVELGKRFFPRCSDVLNKIMDADDLSELAYLRNGTSEERVAKKRRYAELQDVLIKAFSEDKKELN
QFVAMSLPSSSSSLAKVLLRSKSILHTKMDYQTTLVSDSNSIGSNNICKYEKTHSPEITIIPNIVALNHLSLNLESILFD
TQNSNFSCYSDAKIIVSDTIDIPVHRCILSARSSYFKKLFSSSEEEEKIEEYTMKEIMKDFEVGFESMVLVIRYLYSGKI
KDLPMNVCICVDDDCQHLGCKPAIDSLVELLYAYFVFQIPDMVALYQCRLLDILDKVLWDDNILVILSVAIICSTACERL
LSECIEIVVKSDINIVTLEKALPPDILKQIMDSRSDLAIGDPECNTFPNKHVKRIHMALDSDDVELVRWLLKEGHTTLDD
AYALHYAVAYCDVKTTAEILDLGLADVNHRNARGYTVLHVAAMRKEPNIIVSLLTKGSRPSDLTPDGKKAIQISKRLARF
RDYNRSTEEGKSSPKDCLCIDILEQAERRDPLLGEASSSLTMAGDDLRMKLLYLENRGAMCIIHQHGRLIYCVRMDYQTT
LVSDSNSIGSNNICKYEKTHSPEITIIPNIVALNHLSLNLESILFDTQNSNFSCYSDAKIIVSDTIDIPVHRCILSARSS
YFKKLFSSSEEEEKIEEYTMKEIMKDFEVGFESMVLVIRYLYSGKIKDLPMNVCICVDDDCQHLGCKPAIDSLVELLYAY
FVFQIPDMVALYQCRLLDILDKVLWDDNILVILSVAIICSTACERLLSECIEIVVKSDINIVTLEKALPPDILKQIMDSR
SDLAIGDPECNTFPNKHVKRIHMALDSDDVELVRWLLKEGHTTLDDAYALHYAVAYCDVKTTAEILDLGLADVNHRNARG
YTVLHVAAMRKEPNIIVSLLTKGSRPSDLTPDGKKAIQISKRLARFRDYNRSTEEGKSSPKDCLCIDILEQAERRDPLLG
EASSSLTMAGDDLRMKLLYLENRGKILYFFFYF                                               



>Acoe_042_00127                                                                 
MVEPDSEETASTSVPISSKKKQLLTSAMKRTSEWIFSQEIPSDITVQAGGASFTLHKFPLVSKSGYIRKLVSGASDADLS
VLELPDLPGGPEAFELAAKFCYGINFEISTDNIAMLRCAAEYLEMTEDYAVGNLVSRTEAYLDEVALTSLSGAVSVLHLS
ESLHPMAEKVKLMSRCIDSIAYIICKESQLCLPGRTETNNDIVHSSLVSNAKTIVDWWAEDLTVLRIDIFQRVVIAMIAR
GFKQYALGPVLMLYAQKSLRGLEIFGRGRKKIDPKQEHEKRVVLETIVSLLPREKYAMSVSFLSMLLRAAIYLETTVACR
LDLEKRMGLQLGQAVLDDLLIPSYSFTGDTLFDVDTVQRILTNYMECEIDGTRLSYSADDDFVSPPPSDMERVGKLLESY
LAEISSDRNLSVSRFISLGELIPEQARITEDGMYRAIDIYMKAHPALSDMERKKVCSLMDCQKLSREACAHAAQNDRLPV
QTVVQVLYYEQQRLRDVMNGSLSGGESPVITQKVDLYSEDNHLVPNELSKLRRENEDLKIELARARMRIKELEKLAVNTP
SVGTPTSSSGKPPLPRKSLINSVSKKLGRLYPFVRADGVKPSDSKGRTKASKDRRHSISMVFQLFNRIFSQEIPSDITVQ
AGGASFTLHKFPLVSKSGYIRKLVSGASDADLSVLELPDLPGGPEAFELAAKFCYGINFEISTDNIAMLRCAAEYLEMTE
DYAVGNLVSRTEAYLDEVALTSLSGAVSVLHLSESLHPMAEKVKLMSRCIDSIAYIICKESQLCLPGRTETNNDIVHSSL
VSNAKTIVDWWAEDLTVLRIDIFQRVVIAMIARGFKQYALGPVLMLYAQKSLRGLEIFGRGRKKIDPKQEHEKRVVLETI
VSLLPREKYAMSVSFLSMLLRAAIYLETTVACRLDLEKRMGLQLGQAVLDDLLIPSYSFTGDTLFDVDTVQRILTNYMEC
EIDGTRLSYSADDDFVSPPPSDMERVGKLLESYLAEISSDRNLSVSRFISLGELIPEQARITEDGMYRAIDIYMKAHPAL
SDMERKKVCSLMDCQKLSREACAHAAQNDRLPVQTVVQVLYYEQQRLRDVMNGSLSGGESPVITQKVDLYSEDNHLVPNE
LSKLRRENEDLKIELARARMRIKELEKLAVNTPSVGTPTSSSGKPPLPRKSLINSVSKKLGRLYPFVRADGVKPSDSKGR
TKASKDRRHSISMVEPDSEETASTSVPISSKKKQLLTSAMKRTSEWIFSQEIPSDITVQAGGASFTLHKFPLVSKSGYIR
KLVSGASDADLSVLELPDLPGGPEAFELAAKFCYGINFEISTDNIAMLRCAAEYLEMTEDYAVGNLVSRTEAYLDEVALT
SLSGAVSVLHLSESLHPMAEKVKLMSRCIDSIAYIICKESQLCLPGRTETNNDIVHSSLVSNAKTIVDWWAEDLTVLRID
IFQRVVIAMIARGFKQYALGPVLMLYAQKSLRGLEIFGRGRKKIDPKQEHEKRVVLETIVSLLPREKYAMSVSFLSMLLR
AAIYLETTVACRLDLEKRMGLQLGQAVLDDLLIPSYSFTGDTLFDVDTVQRILTNYMECEIDGTRLSYSADDDFVSPPPS
DMERVGKLLESYLAEISSDRNLSVSRFISLGELIPEQARITEDGMYRAIDIYMKV                         
>Acoe_042_00147                                                                 
MKFMKLGSKPDSFQTDGNNVRYVASELATDITINVGDVKFYLHKFPLLSKSARLQKLVAAANDEIDDEVYIPDIPGGPAA
FEICAKFCYGMTVTLNAYNVVAARCAAEYLEMQESVEKGNIIYKIEVFLNSSIFCSWKDSIIVLQTTKSLQPWCEELKVV
SRCIDSIASKASMDTSKVEWSYTYNRKKLPSENKTDPQWNGVRKQQIVPKDWWVEDLCELEIDFYKRVIMSIKTKGRVSG
DIVGEALKAYALRRIPGFSRGVIQSCDVAKCRSLVESMIWLLPIEKGSISCSFLLKLLKAAMLLDSGEMGRRELVKRIGR
ELDEASVTDLLIPAPAGETMMYDVDVVLSIVEEFVMQEQNLEIEPPPTEEMQEITSIGFISDTSKLTVAKLVDGYLAEIA
RDPNLPLSKFIDLAEMVSGFSRPVHDGLYRAIDMFLKEHPGITKSERKKICKLMDCKKLTADACMHAVQNERLPLRVVVQ
VLFFEQVRAATSPSGSSTPEIPGSLRALIPQENGGSHGSSRTTTTNTEEDWDAVPTTEELKALKGELASLRLGNGRSEKN
EGDSRSIEKAAATKVKGLLMSKKLFSKIWSSKWSQDENSSSDTSESPGSVNPEETKSTPSRNRRYSVSMKFMKLGSKPDS
FQTDGNNVRYVASELATDITINVGDVKFYLHKFPLLSKSARLQKLVAAANDEIDDEVYIPDIPGGPAAFEICAKFCYGMT
VTLNAYNVVAARCAAEYLEMQESVEKGNIIYKIEVFLNSSIFCSWKDSIIVLQTTKSLQPWCEELKVVSRCIDSIASKAS
MDTSKVEWSYTYNRKKLPSENKTDPQWNGVRKQQIVPKDWWVEDLCELEIDFYKRVIMSIKTKGRVSGDIVGEALKAYAL
RRIPGFSRGVIQSCDVAKCRSLVESMIWLLPIEKGSISCSFLLKLLKAAMLLDSGEMGRRELVKRIGRELDEASVTDLLI
PAPAGETMMYDVDVVLSIVEEFVMQEQNLEIEPPPTEEMQEITSIGFISDTSKLTVAKLVDGYLAEIARDPNLPLSKFID
LAEMVSGFSRPVHDGLYRAIDMFLKVCS                                                    
>Acoe_042_00179                                                                 
MGAPKAPPLPESVNARYGLKNSGVDRTSRRGYNYVSTAAKDMWERLFDESYRADVSIITSDCSSIPAHASILGMASPVFK
SMLKKSRKRGRRHTISVRGVPHQAVRVFIRFLYSSCYEQEEMNENVLPLLVLSHVFMVPSLKRECEQQLENQLLNDDNVV
DVFQISLLCDAPRLSIFCHRLILKNFTTISATEGWRVMKKSHPMLEKELVESAIEADSRKRERLRKMEERKIYHQLYEAM
EALVHICRDGCRTIGPHDKVLKGNEAPCDFSACKGLELLVRHFAGCKLRVPGGCVHCKRMWQLLELHSRLCSEPNECKVP
LCRNFKEKIQQQTKKDEMKWKILVKKILRAKNIAGAPFFSSALAIGAS                                
>Acoe_054_00095                                                                 
MEPNHIHQEEQIHSSERKGQKRKLEEESVELEEDREYSLSSPDARQTIVSEVNKQVEILGITFSWKEFDRSTAKRATHVL
AELAKNEDVVNIIVEGGAVPVLVKHLEAPPVLSSDSNQKPYEHEVEKGSAFALGLLAVKPEHQQLIVDAGALPHLVDLLN
RHKDGSNSRAVNSVIRRAADAITNLAHENSSIKTRVRVEGGIPPLVELLEFADTKVQRAAAGALRTLAFKNDENKNQIVE
CNALPTLILMLRSEDAAIHYEAVGVIGNLVHSSPNIKKEVLQAGALQPVIGLLRSCCSESQREAALLLGQFAATDSDCKV
HIVQRGAVSPLIEMLQSSDMQLREMSAFALGRLAQDTHNQAGVVHNGGLVPLLKLLGAKNGSLQHNAAFALYGLADNEDN
VSDFIKVGGVQKLQDGEFIVQATKDCVAKTLKRLEEKIHGRILSHLLYMMRVAEESVQQRVALALAHLCSPDDQRTVFID
HNGLELLLGLLDPARVEQQIEVLNKLKQQLDVLNKQKQPQEYSLLLNKIKQQQAVILNMPKEQHDSAVALYKLSNKASTL
SPMDAAPPSPEPQVYLGEKFVNNATLSDVTFLVEGRRFYAHRIALLASSDAFRAMFDGGYREKDARDIEIPNIRWEVFEL
MMRFIYTGAVPVTLDIAQDLLRAADQYLLEGLKRLCEYTIAEGISLDNVSSMYELSEAFHALSLRHRCIKFILEQFDKLS
DKPGFSSLIQGIIPEIRNYFSKALTKANQHSIFGYSH                                           
>Acoe_054_00138                                                                 
FIRTNATSDLTVCVGETRFHLHKLPLVSRSGYFSRLVFHRRKNGETNSTLNIDNFPGGYHIFHLVVKFCYGLAVDLTATN
VAPLYSAAHFLEMTEDFQHGNLISKAEAFLSFVILSAWKDTLLILKSCEDISLREDELGIVKQCSDSIAWKACLDPQEIG
CSVDEEVSLNSLSNNAKNSKYKYGSDGKIVEESWWFADISILKIDHFVEVINAIKAKGMKPKLVGGSIVYWISKWLQKIK
HGKDCDHKEVRGDTFECLIRILPSERNSVCCNFLLHLLKVGLMLNIDCDLTMELEIRVATMLESHCAQDLLVKNFKDEDT
MNDVSLVIRVVDAFVTYISKDPKARMDLVAGVVDDYLALVARDGNLSVECFQLLAEVLPEDARSCNDKLYRAMDMYLKAH
PTLTEEERRTVCRSLKYHKLSQDARNHAMKNDRLPVNLTLGLILWEQVNLTKLTLSNNMKYKRSKPQEVVGRTKEVDKRW
FKPHKELQTMKTDVEKMKVQLSNLQVFSLKLQRQVGILLEITEIGN                                  



>Acoe_056_00054                                                                 
MDTIAITPTSFPINMKVVCSGNAVIDSISSESPGEADLLVVTSGGLRIPAHSSVLVPVSTVFKKMLEQPCQNLSSKNIIP
ILGVPCKAVIAFVQFLYSNSCTEEEMDRYGIHLLALSHVYAVHHLKLKCVKGLGEQLLLENVVDVLQLTRLCDAPDLYLR
CMKMVSNNYIEVQKTEGWKFMQDHDPWLELEILQFLDELESWKIQRKKNREERSLYMQLSEAMECLEHICTEGCTSVGPY
DRAPNQQKKPCDKFPICRALQLSIKHFATCQKRVKGGCCACKRVWQLLLLHSAICDQTGICKIPLCRQFKLKMQLEKREE
NGKWRLLAKKVVCAKVMSLLSSHKTESCSSY                                                 
>Acoe_058_00077                                                                 
MKRRTSKKRVPSAHMVTLHQRLYQALNLGIKSRDNGGWKWQCTDIEIQRLTIRYISAFVGCISPDMLQHPLVKDSVADIV
MAIIGVTQSQSAAVLGLAAEVTITFVGVLGNSIPFHQLSKLVGSFSRLLSFHQSSVAVSCANALNHILAKLEPRRLKSHN
EVWEILKENKTVDCIVCSLQDYIDGRKSYENFQEMVSLLKTILWRWPPSRYPVWSNVKLMEGFRAICKNPDSSVEVVVLQ
LYSAIALCGGGVKKLLQNGETLVPMILSCMDNSKPQSVRVEAFKLTQSLVRLEQGWSAIARTCYESIVKAIIDAMGGWNL
SSGKVATDQVPLLSEACKLALITRWDGEHHSYFWKFGVDRVLLNLLVDNFYKNRPSQSYSSLEELIAEARKGLDANYLEV
LRPFIWASLGWLVTHCPEDFTPDTRGNNCLDVLLTCGCLTLMDSLRKGRQSFLNAIMTSKLQPASRAVLQMIHSPCKYIA
SKARYILSELSTPNVDVYLDYVLSTSIEVGNVGNKDQTIIDLIIFSCLSTLPKYRNTIIQRDGIMHLSTFIMWCLRNNAG
GGPCMQSTFKSCRCCMPDMDNWEGDDTLLFFSLWGLAELMQVQHSRLGRNHGELIFNQDLSGLEFGGSDVQTLIGKLQEI
SGSTSTSPGLRWCATYILSYFGFYGFPSRFGERIGKAFHTKELADIHLKLSSGECLRVHGVIVMVRCPSLIPSRESPSNE
RLSDESSMGQSVEQQGRILRREVCLSARVDDKTLMKLLKFVYMGFVQVDDDLVRQLKMLSRGCGFHSLTQLLSKKRPKWG
TKVPCLEFSPALGPSGQRFSDIILQAKADELELNCTYCTLLLPHVHVHKIILWLSCDYFKALFQSGMQESHSQTIEVPVS
WGALSKLVSWFYSDDLPKPSSGCIWYNMDVDSQLQEVHPYVELCWLAEFWLLDDLREDTLKVVISCLRSSRNLSLKIIQI
AANLSQWEIVEVAANCLAPSFPHLRISGDLEHLNEELVDMVRVAYVRLSQTGDCDYSD                      
>Acoe_088_00007                                                                 
MSESAYRVETQSRLAQWRIDSLSSCTYRKSDPFKIGNWNWHLSVEKNRGVYIKLFPVVSNLTRENPPIASFIIRVLCSHG
NRHALLHPGVTDKQIKTNDDFIWAIETPLTGKFIIDIEFLDLKAVSQNGGEPCSIWSEGLVQRRSNATALATLGRMLSES
IHTDITINASNGSIGAHRAILSSRSPVFQSMFSHNLREKELSTINISDMSIEACQVFLNYVYGSIQHGEFLTHRIALLGA
ADKYDISDLKEACHESLLEDIDTKNVLERLQTAYLYQLPRLKGSCMRYLIKFGKIYDIRDDFNAFLQSADRDIVAEIFQE
VLAAWKGF                                                                        
>Bdis_1g02830                                                                   
MDAGEQSATAAGMELDFSHSSVVPSFEFPFNSANFSDRLLRIEIVASDDAGGGSAADCARHREEKGDKGQSIDSSPTTVC
TAVLREKTIYINSAILAARSPFFLKLFSNGMKESDQTHTILRIVDLEENALMELLSFMYSGKVTATVPTLLLGILMAADK
FQVVSCMRQCSQLLTSLPMTTESALLYLDFPCSISMAGEVQALRDAAKEFLANKYKDLAKFQDEVMNLPLAGIEAIFASS
DLQATCEVNEVDNQEYSFGFYLVVQKKPRNARCLMVDLEFAARISWSGKFGYGLESDYTLTEGTVGYNNFFDTLWPSFLA
DDSLFINGVLHLRADLRVVEEQPELET*                                                    
>Bdis_1g02840                                                                   
MAERMAADGESSVAAAAEAEMKMECFDFAFNSERFSDRLLRIEVVASDDIAEGFLPDCTRHRKDKDTKLYVTKLKVKRST
HGVPYYPSHPYFSSSYSDKRQRIASSPTMADTPVLRVKTLHINSAILAARSSFFLKLFSNGMKESDQTQTTIRISDSEEN
AFMELLSFMYSGKLMTTEPSLLLDILMSADKFEVPSCMRHCSQLLISLPMTTESALLYLEHRCSISMTAEVQLVIGAAKQ
FLANKFRDFDEFYDEAMKIPLAGIEVIFSNNDLHVHSEDDVYNFLLRWARAQYPESEERRKILSSRLLPLVRFSHMPGLA
LQEILMCTDTDIDHDQITKLVTEVLLQKGYPAQLEGALGAPAMVAERAYASKPMKMVAFDQPCRQVIVYWDLTFQECSRL
FPSGEIYSHRFYLAGQEFCLVAACESDEENESHGFCIYLGISNKPEGSPDMTVDFEFSASKRSPRKFDDGSCSQHTFTDD
PECAFKGLFCTPWLAFIADDSLFIDGVLHMRSDLAVVEQPQLQT*                                   
>Bdis_1g02880                                                                   
MKESDQTHLTIRIADSEENALMELLSFMYSGKLTTTEPSLLLDILMSADKFEVPSCMRHCSQLLTSLPMTTESALLYLDH
GCSSLLAAEAHSVIGAAKQFLAEKFRDFDKFCDEAMDISLAGVEAIFSSTDIHVESEDDIYNFLLRWARARYLESNERRK
ILSSRLLPLVRFNHMTGSALQEILTSTDTDIDHELVTKRVTEVLLQKGYAAQLEGALAADATTAERAYIRKPMKVVAFDQ
PCRQVIVYWDLTLQECSRLFPSGEILSHPFHLAGHWFYIVTICEMVEQNKLHRFGLILGILGDSTCKDRVVREVCQPL* 
>Bdis_1g02890                                                                   
MAGRGESAMPEAAAEVETKLECFDLAFNSEFSDRLLRIEVVPGDDVAEGSLTDCARHRKVQEENAFMELLSFMYIGKLTT
TESTLLLDILMAADKFEVPSCMRHCSQLLISLPMTIESALLYLEHGCSISQAAEVQCVIGAAKQFLAKEYTDFDKFCDEA
MNISLAGIEAIFSSTDIHVISEEHVFKFLLHWARTRYLEPEERRKIWSSHLLPLVRFSHMTGTTLQAILACTDTVIDLDH
EELTKRVTEVLLRKGYRAQLEGSLAAVTTTAERAYVIKPMKVVAFDQPCQQVVVYWDLTRQECSRIFPSGEIISHPFHLA
GQRFSLMVVCKMEEQDEIHSFAVLLGIHGNPKGSTCMTVDHEFAARTGLSGKFVSHFGRKHTFTDDPASECEVLFRAPWS
SFIADNSHFIDGVLHLRADITVVEQPAVQS*                                                 
>Bdis_1g05397                                                                   
MATLSVSRCTAETEKGAHTFEINGYSLHRGHGVGRFLRSANFTVGGHLWSVVFYPDGCREDCKDFVCVGLQLMSWSIGMV
HTSFILSFLHPTNIQPSSSSAPVVFNFYQACSSFVCHRFMKRSMLEKAGYIVEDNLKLHCTLTVSKLPRVGETMHLETIL
PPPSDITEHLMKLLETQECTDVIFVVQGEEFPAHKLVMAMRSPVFKAQLYGQMMEKDMNRIIVPEMQPFVFRVLLHFIYT
DALPSLDDLDGDSMKDMIKHLLLAADRYLMERLKLVCESILCKELDVKSLANMLALADQHSCTGLKDACIEFVSSSSIAN
EVAETQAYKELKRTHPSVVMDMWEKIIKRPRT*                                               
>Bdis_1g06070                                                                   
MDDDDAGGGGDASPPHAGAVVEPGAAPRDVAASPTSSRSVTETVNGSHRFVIQGYSLAKGMGVGKHIASETFTVGGYQWA
IYFYPDGKNPEDNSAYVSVFIALASEGTDVRALFELTLQDQSGKGKHKVHSHFDRSLESGPYTLKYRGSMWGYKRFFRRT
ALETSDFLKDDCLKINCTVGVVISTMDYSRPHSIEVPESDIGYHFGTLLDTEEGADVIFSVAGEKFHAHKLVLAARSSFF



RSEFFDSESDEEKNEADISNEIKEIVIDDMEAKVFKAVLHFMYRDNLVSDDELSASSSGCSIFDTLAGKLLAAADKYELQ
RLRVLCESYLCKQISVNSVATTLALADQHHATELKSVCLKFAAENLSAVIRTDGFDYLKDHCSALQSEILRTVAGCENEC
SSGGKSQSVWGQISDGGDTSGRRVRPRV*                                                   
>Bdis_1g12870                                                                   
METSTVTSSSSPPPSPSPSPSPQAPQAPPANLDAVSLGRLSANLERLLDPAFLNCADAEVVLADGGDEATVPVHRCILAA
RSNFFLDHFSSLSSPAAGGGKPRLELAELVPGGRHVGHEALVAVLGYLYTGRLKPPPQEAAICVDDRCRHQACRPAIDFV
VESTYAASGFQISELVSLFQRRLSDFVNEALAEDILPIIHVASTCQLPDLLNQCIQRVADSSVDRHYLEKELPGEAFSRV
KEIRRYSLHDETDESTLDPEHAKRVRNIHKALDSDDVALVGMLLKESAITLDDAHAIHYAAAYCEPKVLAGMLNLDSANV
NLKNDSGYTPLHIACMRREPDIIVSLIEKGASVLERTRDGRDALTICKRLTREKDCRKKLEKCKERSKAYLCIDILEQVI
KTKSSISEERLCEEVQIATPLLADNFHMRLLNLENRVSFARIFFPSEAKLVMRIAQADSTEEFTGLTLANFAKLKDDLND
LKLRERFDALTKTVELGRGYFPHCSEVLDKFLNEESTELFFLETGTPEDQRIKRMRFSELKEDVLKAFSKDKAVAAIASS
TSSSSSPRYDGKVRHGNKRAKLLR*                                                       
>Bdis_1g13890                                                                   
MAASVKLGSKPDAFRRQGQAWFCTTGLPSDVTVEVGDMSFHLHKFPLLSKSAVLEQLIEESSDQEECTITLSDIPGGTKS
FELVARFCYGVKIELSSANVVYLRCASEHLQMTEEISEDNLIAQSEMFLNQVVLRNWKDSLKALETCDDLLPHAEDLQIV
KRCIESLAAKATTDPNLFGWPIREHGIMQSPGGSVLWNGISTGARPRNFSSDWWYDDASALSFPMYKRLISAMESRGVRP
ETIAGSLAYYARKYLPGLNRRNSTGIAPPTATLSEVEQKNLLEEINTLLPVQKGLASTKLLLGLLRIAMIQRASSTCISD
LEKRVGMQLDQASLEDLLLPNFSYTMETLYNVECVHRILEHFLAMDQANGGASPCMDDVMASPSMIPITAVAKLIDGYLA
EVASDVNLKPPKFQALASAVPEYARPLDDGLYRAIDIYLKAHSWLSEAEREQLCRLMDCQKLSLEACTHAAQNERLPLRV
VVQVLFFEQLQLRTSIAGCLLVSDNLERSRPLRSGIATSGEAGGWTTAVRENQVLKVGMDNMRIRLAELEKECSDMRQEI
LKLGRGKSGGWTSHVPKKFNLRIKSQMCSAQEGSVSEQQKSMSAKIDKLQAKLSKQKKQLSADA*               
>Bdis_1g14770                                                                   
MKHMKLGSKADVFQTEGSNIRFVATELVTDIIISIGDVKFYLHKFPLLSKSSRLQRLVASSNEENNDEVDISDIPGGPSA
FEICAKFCYGMIVTLNAYNVLSARCAAEYLEMFETIDKGNLIYKIDVFLTSSVFHAWKDSIVVLQSTKSLQPWTENSKVI
NHCIDSIASKASIDSSEVEWSYTYNRKKLLSENGVGSHWNGVRMQQIVPKDWWVEDLCELEIDLYKRVILTIKAKGRTPA
IVFGEALRAYAFRWLLGSLEDAVSNGIDCAKRRAALESIVFLLPTEKGSVSCGFLLKLLRAACLLGSGESYRDNLVKRIG
MQLDGASVAELLMPATSGENTVYNVDLIMVIVEEFMSYHRENGKMTFQDDDEEIMEVKNFASVSSMSMLAVAKLIDEYLG
EIAKDPSLPLSKFIALAEMVSASSRQMHDELYHAIDLYLKEHPSLSKSEKKRLCGLMDCKKLSQDACMHAVQNERLPLRV
VVQVLFFEQVRASAASARGGSAAELSSAVQSLLPRENGNSYGSSRSAATTTTDEEGSGIPTSSDINSFRSMRLANNCGGS
DSSLSSDINKNGEDKSTAGKAKAMLMPKKILSKLWSGKTNVGENSSSDTSESPGSANPEELKSTPSRNMRRSMP*     
>Bdis_1g19390                                                                   
MGAGRASRGGPSTSAAPALAPANGLPAAGRLFPPIAPPPPAPSYPSPSSSSPAAAAPPAETASTSVTKTVNGSHHFKIAG
YSLAKGIGVGKYIASESFTVGGFEWAIYFYPDGKSAEDGAAYVSLFIALASEGTDVRALFELTLVDQSGKGQDKVHTHFG
RSLEGGPYTLKYRGSMWGYKRFFKRSGLETSDYLKDDCLLVNCTVGVVQSHTEGPKIYRIPVPQSNMSQHIGHLLTSGKR
TDITFEVDGEMFPAHKVVLAARSPVFRAQLFGPMKDKNMKCIKIEDMEAQVFKALLHFMYWDELPDIEELTGLNTTWVST
LMAQHLLAAADRYALERLKLLSELKLCEVVAINTVANTLALAEQHHCYQLKTVCLKFVALPENLKAVMQTDGFDYLQQSC
PSLLTELIEYVAKVGEHIVSPCLYSNEVLDGGDANGRRVKPRT*                                    
>Bdis_1g30767                                                                   
MAAASSQSTRRTTAAATTTTTSTCAPETAKGARVFRIEGYNMYKGLGVGRFIQSAPFAVGGYDWRICYYPDGDVESSKDC
VSVHLELMTEGADVRALYSLTLIRQATAAGSSAYFMWANPTEPVVFSSAHGTSARGFSRFAKRSVLEASTYIVGDTILIS
CELTVIRLKEAQAPQPEARFVVRVPFLGLMDDLKNLLETGEEADVSFKVRDEVFHAHKLILAMRSPVFKATLYGPMGDNC
GESITIEDMHPVAFRGLLHFIYTDEFPELDDIDDDDDEDEEEDMIQHLLVAADRYGMERMKLMCERIFSECLDSKTVATT
LAFADQYNCSQLKDACIGFINSLDTMDPVLSSTGYEHLKRACPNIFVDIWEKAAKARKN*                    
>Bdis_1g32230                                                                   
MANACAKLTGVASSVRQLRIDGFSLASSTMESQEYIKSRCDVDGYEWEIRCYPATSSFGKWVELNLVLLSEALAPSSIRP
MHSSSRVSLVDRSYLPVPASRADDYLAVQCTITVLKELPDDAATASSVPVPASDMHRHFGEPLRTVTGAHVTFLVSGESF
MAHKNILAARSPVFMAEFFGNMKEACLRRVEIEDMEAAAFRAMLHFIYTDSVPELDQELGAVATMAQHLLAAADRYGLDR
LKLICEGKLAGGIAVDTAATTLALAEQHNCLHLKAKCVEFIVSTPAILDGVLATDGYKHLEASCPSVLTGLLKSVRGRKN
*                                                                               
>Bdis_1g32247                                                                   
MATESSSRSISLTGAASLVQQLKIEGFSATASMALHQFIASRWTVDGYECEVRIYPATTCIVIRGHRTTWVALELIFVSE
SRTGGSRVSMGCRLVDPSGKLQPSEEHKVSVSKKFCHPNESSGLLFLQNRNDLAASGYLVGDCLALECTITVLKELPVPT
IPATKEVVEPPSTNLHQHLGELLQNGTGADVTFLVSGESFAAHKNILAARSPVFMAEFFGHMKEKSSRRVEIENMEAPVF
KALLHFIYTDKVPEELDQQKPDIVGACTMAQHLLAAADRYGLDRLKLLCEIKLSAGITVDTAATTLALAEQHDCEQLKAK
CMEFIVSTPAVLDAVLATEGYKHLEMSCPSVLTGILKSTRGRKN*                                   
>Bdis_1g32260                                                                   
MEKDCKSITNVARWVKLLKIDGYCAAKTMGNEDCIKSSCSVGGYDWEICIYPAMVPPDRRARDRTPWVVVKLVFLSETCP
SIVRANLSCRLVDPRGVLGPSPEKSVSCIFNRSWISRCLEMCSPFVNEDCSLPVCLKSTGELAASGYLRNDSFTVQCTIT
VLKEDVPAARIPVKEVSVSSPSLQHHLAELLHNKTGTDVTFLVSGKSFAAHKLILAARSPVLMAEFFGHMKETSSQHVEI
NEIEAVVFKALLYFIYTDSVLEFGLQHEAVTMLAQHLLAAADRYGLDRLKEICQGKLSDGISVDTAATTLALAEQHNCPQ
LKAKCVEFIVSTPAILDAVLATDGYKHLEASCPTVLPDLLKSARGRNS*                               
>Bdis_1g32690                                                                   



MRHTASKATGREKGGRKGGGGEQLLTGRVLSLRTRLHDALALGLTSCPKSKIRGLTNSLSAWDFVKMCESISDILIVLEG
VLQTKNVLVLIQAADVSLKLVSSIGNSIRQYQFLEILTSFSCQLSADQIPLAISCAGALNCILNNLVTATVSTHTEIWKA
LERTNTVASIISALRSYAHDVHPLNYLAEMISLLRTMMWIWPSSRYHVWSNCNLMGKLAHHYLGTETTVTTKVLRLYAAL
ALCGNGAMILLKDEVLMAKICELMGASHISITRIEAFKLCQILLRSSKGCNQLMTSHCQPIVEAIIDAMSRSDDKLLVTE
GCRTALLVLRYAGNHHQCFWSNAIDKVLYNILTSFHISSHQTHHILCHDELFNMVSKNFTDIHPYVWDILGYLAVHCQNE
HLSVRKRKDHILDTLISCACSLAAGVMQSSPLKLSKDVQEPALRAVLMMLLSPCGYILSEASSKLSEVVICLGDDYLNIV
LSSLESTTTRSVTTSFDSFQIMINLMNLVCLVLSQPYHNLLNKRNCVDVLSTIIKECLHNHIHITRDHFTEGFLRVLQRA
LSQSLSSGPKLYIAHTLSLFGLCGSPSKLGRKMRSALDDNELADLELLLSDGESLNAHTSIISVRCPKLLPSVKYALGSN
GKINDEWGKSMYRVQMSDRVDSRALKKILEYTYSGFVMVDDDIVKAIRTLAKYCHLKSLQDMLQKEQPRWNSDCPSYDLT
VALGPVDHSFSDIILEAQSNEQMKCQHGSCQLSTPHVHSHKIVLSMSCDYLRALFRSGMHESFSEVIRVPLGWQALDKLI
RWFYSGELPNVSPDCQWKNLGSDAQLSHLSSYVELSSLAEFWFLEGVKEKSLEIVTACLNSSTDAAVDVIAFAASLGQWE
MVEASTRSVAHLFPRLRDSGQLEELDDDVIDLLRTEYVRHSQHGGRSD*                               
>Bdis_1g39260                                                                   
MRGPWRGSSVGEASSRVLDWRKRARMDPDFSRASGGPSYEFAFNSVNFSDRVLRIEIVAGDDTAGAKGATGEGCSSIADW
ARHRKRRREELRREKESGKHMLDLTNVKVKAEEPDTYEEINEEPVAMIEESPPDIGQDGEDGGSSDSSWNMECNSVLRVK
SIYISSAILAAKSPFFYKLFSNGMKESDQRHATLRITASEENALMELLSFMYSGKLTTNQPTLLLDILMISDKFEVVSCM
RHCSQLLRSLPMTTESALLYLDLPSSISMAAAVQPLTDAAKEFLSNKYKDLTKFQDEAMNIPLAGIEAILWSNDLQVASE
DAIYDFVIKWARAQYPKLEERREILGTRLLPLVRFCHMTCRKLRKVLACNDLDHEQATKSVTDALLYKADAPHRQRTLAA
DVLTCRKYCERAYKYRPLKVVEFDRPYPQCIAYLDLKREECTRLFPSGRIYSQAFHLAGQGFFLSAHCNMDQQSAFHCFG
LFLGMQEKGSTSVTVDYEFAARTRPSGEFVSKYKGYYTFTGGKAVGYRNLFAIPWPSFMADDSLFFINGVLHLRAELTIK
QP*                                                                             
>Bdis_1g42730                                                                   
MVLDINLDPEDLQPSVPLKKVPTGDLFEAARAGDCDRLALLLEGGANVNARDRWDSVALYYACLAGHADAARMLLEAGAV
CAERTFDGDRCHYAALTLDLRRLLKSFEARPPPLAPLPAALRTTFLACPANRTTFLEILQGSSSGSEAAALAQTAGFGLT
DDASTASLFPPDITFYVDGKPIEAHRLILCARSCFFEKKFKTDWKNRREVRFSNQKLSFGALYNLIHFFYSDRLEASVDD
MECLLRTSKVCACEGLHKLVHKEVMHHRFAPYKSTMESELENSQKRFVLHGQSLPLEDQLPSALQRILEKCLANSREKDY
FNNEPNEMCRNLKDDDLADLIVKVDDRVFRCHQLILASRSEYFKARLSRTVDFLEGYNGQQESLDLPFLQEHDLSTEAFE
KMLEYMYTDKLEHMDPIQAEELFDIASRYLLFPLKRAVADLLLPNLEHVSPAELCHWLMLSDIYGVVKIREYCLDIIACN
FEMFADTREFRALLLTLPPPSADDALRTTRPSEPGAAGNTDQGNVLDDLREKWLEAEAAELDKRDQSAALFDKRLEMLMH
VAEREANDYNAGLHGELEFQGHGTFLV*                                                    
>Bdis_1g49730                                                                   
METVKEAVHGCKFADETTSDVRVCFKRADEQPEWFPCHSSVLSGSSKYFADLLGQGDIPSSIEVECPRAEYGSYVKVLKL
LYLPSESILESFGSVKSAVGVLRASTTLRCEHITRLCIEYLESASWDEKEEEEILEAARSLGSEGVPLLARLQAPSTDTV
KNVFVSAMRFATSLESPFPPFLGDLTTSAQEQIDFMLHEGDDPALVTMDEDVRSVVREGLTKLLSTLRAGLDLLASEFDE
LPEQAEQRIMRSLVDIDWMATVLTKIEMMNEFVSGWSEISCLVISVVQDKKYSSGLWAVKAKLIEVTGKALDAVGYGSVI
IPSTSRVHLLKTWIPYIRTTKHLLDGKTEDEAFPQMDADFCQNIESAMVSMVLALPSSDQSDILSEWMMNADQFRYPDLT
EAFEMWCYRSKTAIRRLKGGGLNKARNPTISL*                                               
>Bdis_1g52450                                                                   
MEAAAEEPKKRSLTVAPFECAWDEQFRFTEAGRGCVAFEASAQNDVTLVFREQLGSQHYHYKMDTTRHYTVILGSHRNKR
LKIEVDGRTVVDQAGVGLCRSSAFQSYWISIYDGLISIGEGRHPNNNLLFHWLDPDPNRNVQYVGLSSWDKHVGYRNISV
LPSAPRNSILWSQIQYACAERHGDGSVHTKHQPEPKDGCQQRVLADFLECWDFSDAVFLVGAERKAVPAHKIVLAASGDF
SFTFMDGSAIELPSVSYPVLHSLLEYIYTGSTQVAEYRLNSLLELGLQFKVQPLVKRCEEILDCLTKMDNELSASSKNLE
VSSSGPQTRRFDHFPFKAPVNAQKIKHFHESGEHSDINIYTSGQGLVAQAHKLVLSLWSMPFAKMFTNGMKESRASNVFF
EDVSAEAFSLLLQFMYCGELKVDNRYITSELVQLLLLSDQFGITILQFECCKRIMEFLSEDTVCSVLQAVSSIPSCKLLE
EMCKRNFAKHFDYCTTACTDFVLLDEATFKDILQHGDMTVTSEERVLDAILTWCMEACDTFCWNSVDKLLSTSTPEQLFG
ERLTAINALLPSVRFPLMQPSVLQLMEKSNLAKHIQLFRQSVAEAVEFSNAGPWMPTTIKCERFLHRRSSYRELQYISDG
DNNGVIYYAGTSFGKHQWINPVLAKNITVMASSPNSRYTNPKALVSKNYQGTCFAGPRDENGKKCSWWMVDIGEDHQLMC
NYYTVRQDGSTTFMRSWVFQGSMDGENWTSLGVHEEEQTICQPGQFASWPITGPSALLPFRFFRLALTGPATGMSNTWNL
CICFLELYGYFR*                                                                   
>Bdis_1g53140                                                                   
MFCQSCKDVYEEEEAGTCKECYEEASETEEELKREIDDLRSRLLFLRLPSPTLDASSTAHSDLLLHAIPASSSSSPSPSG
DADAGRFDTPAIPAHRVILASKSPVFRAMLDNEMEESRSGIIKIYDVSYDVLRAFVHYMYTAEALLDEQMACDLLVLAEK
YEVKHLKSYCEKFITSKVNNDNAITHYAFAHRHSAKQLLEASMSAIMESMPTLAEREEYKELVVKDPRILVEIYETYISR
QDNTAADKDSDCSCRK*                                                               
>Bdis_1g56500                                                                   
MDDDAGDASPPPGPPPAASAPSSRDMAASPTSSRSVTETVNGSHRFVIQGYSLAKGMGVGKHIASETFTVGGYQWAIYFY
PDGKNPEDNSAYVSVFIALASEGTDVRALFELTLQDQSGKGKHKVHSHFDRSLESGPYTLKYRGSMWGYKRFFRRTALET
SDFLKDDCLKINCTVGVVVSTIDYSRPHSIQVPDSDIGYDFGLLLDSNEGIDIILNVRGEKFHAHQLVLAARSSVFRSRL
FDDESAGDKDKIDENDDLKVVVIDDMEPKVFKAMLHFIYRDTLVDDYELDASSSEGSIFDTLAAKLLAAADKYDLERLKL
LCESYLCKGISVASVASTLALADDHHAMELKAVCLKFAAENLSAVIRTSGFDYLKDNCPALQSEILRTVAGCEEPCISGG
KSQSVWGQLSDGGDTSGRRVRPRI*                                                       
>Bdis_1g59760                                                                   



MAAVPRPSWSRSVSETVRGSHQYTVKGFSLAKGIGPGRHLASDTFAVGGYDWAVYLYPDGKNPEDNASYVSVFVALASEG
TDVRALFELTLLDQSGRARHKVHSHFDRSMQAGPYTLKYRGSMWGYKRFYRRSQLETSDFLKNDCLVMNCTVGVVKTRLE
TPKNIQINVPPSDIGRCFKELLRLRIGCDITFEVGDEKVQAHKWILAARSPVFKAQFFGPIGKADLDRVVVEDVEPIVFK
AMVNFIYSDELPSIHELAGSFSMWTSTAVIQHLLAAADRYGLDRLRILCEAQLCDGLTAETVATTLALAEQHHCAQLKSA
CLKFTAVRENLGVVMETDGFNYLEETCPSLLSDLLATVAVVDDDPTSVNRKRGVCINEDVNPVESVEASDRRIRRRV*  
>Bdis_1g70760                                                                   
MQTETQFSSAAMKRTSDWIRSQEFPSDITIQVGDGTFNLHKLPLASKCGYIRKLVSGANGSRVTHLEIPGLPGGAKAFEL
VIKFCYGANFEITADNVAMLRCAAEHLEMTEECKPGNLIGRAEAYLEEVALASLAGSVAALRASEELLPASERVQLVGRC
VDAIALIACDGGDGYESGVVSVPAKAAVDDWWADELTALRIDTFQRVMIAMKARGFKGIALGTLIMLYAQKSLRRLDVNG
RERKKMDPRQEHEKRVVLETIVSLLPREKNTMSVSFLSMLLRAAIYLDTSLACRLDLEARMAAQLGQAVLDDLLIPSSAS
PDADGGAAAFDVDAVQRILVGYLEHHEGGGEATAAMAMAPRGLDYNTDDDFVSVASPPPTDVALVGRLMESYLAEISSDA
NLPVDKFVALATLIPERARFNEDGMYRAIDIYLKVRNSGIALLRNVILSFN*                            
>Bdis_1g70830                                                                   
MKFMKLGSNPDTFQDDGSEVSIVESELVSDITVRIGSTKFYLHKFPLLSKCARFQKLIPTTGDENIEVPIHDIPGGPKAF
EICAKFCYGIVVTLNAYNVIASRCAAEYLEMNENVDKGNLIYKIEVFLSSSIFRSWKDSIIVLGTTKAHLPWSEDLKLVS
HCIDSIASKASADTSKVEWSYTYNRKKLPTENDLDLQWNGVKKQQSVPKDWWVEDLTDLDIDSYKQIITAIKTKGMVPKD
VIGEAIKAYTYKKLPSLSKVSMIHGDAKVRAMLVTITCLLPSEKGSVSCSFLLKLLRAANLLKCGEMCRKELVKRIGRQL
DEATVSDLLIPTVDGETTVYDIDMILSIVEEYVRQDSKNAQKHNAAEVSGHIQAPSASMNTVTKVIDGYLTEVAKDPNTP
VLKFINLAEAVSGNSRLIHDGLYRAIDMYLKEHPNVSKSDKKKLCSLMDCKKLSPDACAHAVQNERLPLRTVVQVLYHEQ
TRASAAATIRAESICIGSYESSRSGATTNTEDEWDGVMAVEDLSLSKTTKVHTAGTNAEKSHGSNRSTSSKVKGAATPKK
ALGKMLSSKGLTGERSSSDSSDSAILQRQEHPKRTPSRSTKPAAA*                                  
>Bdis_1g77537                                                                   
MASNLASSDKPISESSSRCLTECLSTAHNFEIIRFSLLEGMGAGKFISSSKFRVGGYDWKIRIYPDGWKEEDKAAYMSVF
LCFCSRPARDAKVKFTLSLLAKDGKVRSVHSTTHTFQETGQQKEGNYWGWREFIEKPKLQELLSVNDDCFTIRCVLTVIK
EPHTEDVSTVVVPVPESNLHAHFANMLKDGKGVDVKFSVGGQLFSAHRCVLAARSPVFKAKLYGQMKETTMKCVKIDDME
PSVFKALLHFIYTDSLPSKNRDVDENTALQHQLVAADRYGLDRLKAMCEGKLCQSIDVQTVAITLALAEQHNSVQLKNAC
LGYLCLQDVLRVVKETDGFKHLITSCPWIMMDILEKVGPPSRV*                                    
>Bdis_2g05870                                                                   
MEAPLTSHVTTAFSDCDSAPMEMEDDAAAAAADAADVEALRRLSDNLAAAFRSPDRFAFLTDARLVACPGAPELRVHRCV
LSARSPFLRAFFARRAAAEGGVGDRVELRELLGDEVEVGHEALVLVLEYLYSGRVREPPKSAFFCVDEDGCAHVGCRPAV
SFMAQVLFAASVFQVAELANLFQRHLLDVLDKVEVDNLPLILSVASLCSKSCMKLLERCLEIVVQSNLDMITLEKTVPQD
VMKQIIDSRLSLGLVSPEDNGFPNKHVRRIHRALDSDDVELVRMLLKEGQTNLDDAFALHYAVEHCDSKITTELLDIALA
DVNHRNPRGYTVLHIAARRRDPKIVVSLLTKGARPSDVTSDGRKAVQISKRLTKHGDYFGVTEEGKPSPKDRLCIEILEQ
AERRDPQLGEASVSLAMAGDCLRGKLLYLENRVALARILFPIEARVAMDIAQVDGTLEFTLGSSANQLPEIPRATVDLNE
TPFKMKDEHLARMTALSKTVELGKRFFPRCSKVLDTIMDDETEATELASLGRDNTSTERKRRFHDLQDVLQKAFSEDKEE
FARSALSSSSSSATSIGGVRPRR*                                                        
>Bdis_2g26076                                                                   
MKCAILPEHEIIPIALGLEPGTHTLCFRPLLRLDLRQSLARPRRRSPQMEAEQQKPQRPRRKAQKRRLDDEAAASAAAAA
SAAAAAAAAAAASAAASSPLGSADAEDDNEEDEGSAGPEICCRHSQAAVAREVRTQVDALNLSWRHADRAAAKRATHVLA
ELAKNEEVVNVIVEGGAVPALVCHLKVPPAVAAVQEEQQPRPFEYDVEKGAALALGLLAVKPEHQQLIVDAGALPLLVNL
LKRHKNATNSRAVNSVIRRAADAITNLAHENSNIKTCIRIEGGIPPLVELLESQDVKVQRAAAGALRTLAFKNDENKTQI
VDCNALPTLILMLRSEDAAIHYEAVGVIGNLVHSSPNIKKEVLNAGALQPVIGLLSSRCTESQREAALLLGQFASADSEC
KVHIVQRGAVRPLIEMLQSADFQLREMSAFALGRLAQDTHNQAGIAYNGGLAPLLKLLDSKNGSLQHNAAFALYGVADNE
DYISDFVKVGGVQKLQDGEFIVQATKDCVAKTLKRLEEKINGRVLKHLVYLMRVGEKSVQRRVALALAHLCAPEDQRTIF
IDNNGLDLLLDLLVSVSLKHQQDGSVALYKLANKAAMLSTMDAAPPSPTPQIYLGEQYVNSSTLSDVTFLVEGKRFYAHR
IALLASSDAFRAMFDGGYREKDARDIEIPNIRWDVFELMMRFIYTGSVEVTNELAQDLLRAADQYLLEGLKRLCEYTIAQ
DVNLDNVSDMYDLSEAFHAMSLRHTCVLFILEQFDKICIRPGFSQLIQRVIPELRNFFVKALRPSHRTAQP*        
>Bdis_2g51030                                                                   
MEPSSSITFASSSSYLSNGSSPYSAALPPPGATQAAPLTPSEGYGGGGGGGGSSSLEVVSLNRLSNNLERLLLESDLDCS
DADVDMADGGPLVPVHRCILAARSPFFHEFFAARGRGNSGDGPPSASAAGVGGGGEGTGRPRYKMEELVPGGRVGREAFL
GFMRYLYTGKLRPAPPDVVSCVDPVCPHDSCPPAIRFAVELMYAASTFNIPELISLFQRRLLNFVDKTLVEDVLPILQVA
YDSDLGQVLEKCVQRIVRSDLDNISLDKEVCPEVADKIKKIRQKSPPDDGDTVILDPVHEKRVRRIHRALDSDDVELVKL
LLNESEITLDDANALHYAAAYCDSKVVSELLDLGLANLNLKNNRGYTALHLAAMRREPTIIMCLLNKGAVASQLTCDGRL
ASSICRRLTRAKDYNTKMEQGQESNKDKMCIDMLEREMRRNPMPVEDSVTSPLLADDLHMKLNYLEIRVAFARLFFPAEA
KVAMQIAQADITPEVTGVSAASTSGKLKEVDLNETPVTQNKRLRSRVDALVKTVELGRRYFPSCSEVLDKYLEDDLPDGL
DIFHQQSGTPDEQKVKKMRFCEVKEDVRKAFSKDTADKSAFSALSSNSSSSPPPPPQKIAQK*                 
>Bdis_2g51777                                                                   
MATMKLGSKPEIFVLEGLTWRCMTELESDVVVEVGEVSFYLHKFPLLSRSGVLQRLISEYHPLSDGAGVAGMCTLQLDDI
PGGAKAFELAARFCYDVKIELSAQNVVCLRCAAEYLGMTEDYAEGNLIAQAESFLSRDVLASWKDAIRALETCEGAVLPA
AEDLRIASRCITALATKACATDASAASASACAWAPKKSASLDCGRVDPALWNGIGSGDHTPRAASAGNSVDWWYEDVSFL
SLPMFKRLIQAMEAKSMRPESIAGAIMFYASRFLPGLRPNTSSGFSNAAAAAEECISITTPRAAGANGLSEGEQRQFLEE
IVALLPARKGVASTRFLLGLLRTAMLLHASPLCRENLERRIGAQLEDASLDDLLVPNLGYTVDTLYDIDCVQRILDYFMS



STDGVGTGYTTPALAEEGSLLGVPQACTPSTQSPIAMVAKLMDGYLAEVAPDTNLKLPKFQALAAVVPDYARTVDDGIYR
AMDIYLKSHAWLSESEREQLCRLMNCQKLSLEACTHAAQNERLPLRVVVQVLFFEQLRLRTSIAGWFFVADNDGGAGAHP
QHPGNNAVAIVPKGGSVAESGQADPVASEGKGSEAMSDVKARVSELEKECMIMRQEIRRLGKPRRSWNILTRKCGFGAKV
QQTHPAMRGK*                                                                     
>Bdis_2g57476                                                                   
MASLESGSSQFLFNSNVIDNTFDIYECNSLAGTEVPDYRRYSQSRRSSVPDPPPLPGTNFGVSRTCRNTKACISVPEEIQ
DSWNKLFLEGYQADVRVSADDGSDILSHSCILGIRSPVLRTMLEDARVQHGLRHILISGVPSEAVHIFIRFLYSSSFEQE
EMKKYALHVLVLSHVFSVPSLKVVCINQLERFFLAPENVVDMLQLARLCDAPRLSVICTRMITEDFRTISLSEGWKVMRQ
VNPSLEQELLEFLVEVDTRRQERAKRMEDKKVYLQLHEAMEALVHICLDGCRTIGPRDQNLKGTQAACKFPACKGIEFLV
RHFSACKMRVPGGCTNCKRMWQLLELHSCMCSTPDKCRVPLCRHFKEKMKQLSRKEEIKWNLLVCKVLESQGTISSIPQR
RKFSSLKPSS*MASLESGTEVPDYRRYSQSRRSSVPDPPPLPGTNFGVSRTCRNTKACISVPEEIQDSWNKLFLEGYQAD
VRVSADDGSDILSHSCILGIRSPVLRTMLEDARVQHGLRHILISGVPSEAVHIFIRFLYSSSFEQEEMKKYALHVLVLSH
VFSVPSLKVVCINQLERFFLAPENVVDMLQLARLCDAPRLSVICTRMITEDFRTISLSEGWKVMRQVNPSLEQELLEFLV
EVDTRRQERAKRMEDKKVYLQLHEAMEALVHICLDGCRTIGPRDQNLKGTQAACKFPACKGIEFLVRHFSACKMRVPGGC
TNCKRMWQLLELHSCMCSTPDKCRVPLCRHFKEKMKQLSRKEEIKWNLLVCKVLESQGTISSIPQRRKFSSLKPSS*   
>Bdis_2g58152                                                                   
MPEAPRADGAAAVPDVDVVTAGGRRRIPAHSSVLGSASPVLERILQRRMQKIRDSGKPGRAVVRIRGVTDDVAAAFVRLL
YAGRDGGNEESEMEEELESHAEQALVLAHAYGVPWLKRRCQEAIGSRLTPATVVDALQLAALCDAPELHLRCMRLLAKEF
RAVERTEAWRFLRDNDPWQELEILRHLHDADMRRRRWRRKRAEQGTYMELSDAMDCLQHICTEGCTEVGPVGQAPAKSPC
PGYATTCRGIQLLIRHFSRCHARATCPRCQRMWQLLRLHAALCGSLPDGHCNTPLCTQFKRKEQQKEAEKAGDGDGDGRW
GLLVKKVKAVRVMASLGKRRSPTQC*                                                      
>Bdis_2g59770                                                                   
MSAAAAAQPHPPAEGSAPAAPLSTQPPSAAAPRPYELAVAAAELRPVDCNLAALCDHIQAEGFGAGSFSDIVVEAMGATY
RLHRFILSRSTYFMNMLHGPWREAGAPTVVLHIDDANVDSEAISIALAYLYGQAPKLNDNNAFRVLAAASFLDLQGLCTI
CTDFIISELWTSNFLQYQLFAESQDYGRHGERVRNACWGYLCQSATLELREVLPKLSSQTLHALLTSDVLWVPNEEKRFE
LALFALLAKITVSDVEVSGNENLDLMSSSPTVDRSIGKGKSPMNETGEEQLMESELQKLKLHDNMRSNTAHNIIDVPNII
IPQDSIPHSVPQNAEASKRMENDISTGGPSSESTSYQFNENIWLSSEQTKNYYSRTSSSNGLVPAEWGKPTAPIWGGRVV
GRRQVRCISGNSSLSADDYNAFMNIFERGSLLYCNMSFDALLSVRKQLEEFEFPCKAINDGLWLQMLLCHRVQAIVADTC
RNCCLTSNACACKQAYVSTHSHYRQEHDRSSASGTAGSIYLAEAQGDGNGMFGPVRVNVRGAVDGLAGIGRGNSNVPGAA
WAPTRYVFSRVPYGLGSRNGQQSFANDESEPRVDHNGDIPGDGLTALVNLSQESSASHHQAESIFETGMQTGYSSAASVS
TPGGSSLQMQESKEHELGSNWESADNTTISLDMRTPLSHFPPFRFGVEFEDVHRLGDGQVKHSAEVFYAGSLWKVSVQAF
NDEDPHGRRTLGLFLHRRKAELLLEPTRKAHMYVDPREKVTARYQLICPSKREVMIFGSLKQAGTLLPKAPKGWGWRTAI
LFDELADLLQGGALRIAAVVQLV*                                                        
>Bdis_2g60710                                                                   
MDDTLKSLSMDYLNLLINGQAFSDVSFSVEGRLVHAHRCILAARSLFFRKFFCGQQQQASADQPLMDHLSPRSPSGAGAS
SPRGGSTAAAAAAAGPGAVIPVSSVSYEVFLLLLQFLYSGQVSLVPQKGEPRPGCGERGCWHTHCAAAVDLALDTLAAAR
SFGVEELALLTQKQLAGMVEKASIEDVMKVLMASRKQDLHQLWTTCSHLVAKSGLPPEVLAKHLPLDMVAKIDDLRLKSS
MSRRSSPFLAHHHGHHDTQQQQQQPSSDQQQQHLLDDAHHKIRRMRRALDSSDVELVKLMVMGEGLNLDEALALHYAVEN
CSREVVKALLELGAADVNHPAGPAGKTPLHVAAEMVCPDMVAVLLDHHADPNVRTLADGVTPLDILRTLTSDFLFKGAVP
GLTHIEPNKLRLCLELVQSAAMVMSREDNNSNNPAAVSMAYGGDQHQHQHPGGAAVYGGGSGVTSTGMNLSLDNRMVYLN
LGMDVMSHGGGGAGDRDDGGSRGQGGPSSLFSPHGFP*                                          
>Bdis_2g61167                                                                   
MSDYSCLVPFKLRYAETKNLSQGDAVSSEVVSAGGHLWRIRCYPCGIDDDDEDEEEEAAGYLAIYLELMSKPSARGVKAV
FEAFLMNKKGEPSSSHADRIMEVFSPKNLRCWGWPRFAKRRDLESRYVVDGWVTVVWGVMVVRSDDDDPLVVPCSDIGAH
LGRLLDDGNSDVSFVVGGDTFPAHRAVLAARSPVFKAELFGSMAESTMSSITLADIAPATFEVFLRFIYTDALPDTPIET
CKHLLAVADRYAMERLKIMCAKKLWDGVSVDTVADTLSCAETYSCAELKTK*                            
>Bdis_3g09770                                                                   
MAGRDASTVAGAAAEAEMDPDFSSGEGGPSFEFAFNSVNFSDRVLRIEVVGTDDAPGSRGDVAGGSLSDWARHRKRRREE
LRKEKECATHMSDQTNCNDVEAEECDAYEENQEEPVAMIEESPPSIGLDGDDGRSIDSWTVVSTPILRVNTIYISSAILA
AKSQFFFKLFSNGMKESDQRHATLRITDSEENALMELLSFMYSGKLTTTEPTLLLDILMAADKFEVVSCMRHCSQLLTSL
PMTPESALLYLDLPCSISMATAVQPLTDAAKEFLANRYKDLTKFQDEVMSIPLAGIEAILSSNDLQVASEDAIYDFLLRW
ARGQYPKSEERREILSSRLLPLVRFSHMTCRKLRKVLTCTDIDHEQATKCVTEALLYKADAPHRQRALAADTMTCRKFAE
RAYKYRPLKVVEFDRPYPQCIAYLDLKRDECSRLFPSGRIYSQAFHLAGQGFFLSAHCNMEQQSTFYCFGLFLGMQEKGS
MSVTVDYEFAARTRPSGEFVSKYKGNYTFTGGKAVGYRNLFAIPWSTFMADDSLFFIDGMLHLRAELTIKQP*       
>Bdis_3g12700                                                                   
MREARMLYVVIKDMQPTVFKALQNFIYTDSLPDFGDLVDIIGHLLVAADWYAIDRLKLIYQDILYKNLDVEYGAITFALA
DQHSCEKLKDACIQFITSADRMDARLCKSRRSQSSVLVDVFEKTRRFEQSIDSQF*                        
>Bdis_3g13110                                                                   
MSGGGSLSGPDSRVETISRLAQWRIDTFGPCSYRRSDPFKLGIWNWYLSVEKSRSVYVRLFPEPGRLAKEQPPFARFLLR
VSWAGPPRRSSVSPVIEQLLRSSDDFVWQVDAMSHGRFTIDVEFLDLRIATNNGTESSSSIWPNEGMVQKVASKSTLGSL
SRMLTESIHADVTINTTDGVLKAHKSVLAACSPVFESMFLHDLKEKESSTIDISDMTVESCSALLGFVYGTIDQEQFWKH
RVSLLGAANKYGIAEVKACCEESLLEDICSANVLERLHVAWLYQLEKLKKGCLAYLFVFGKIYDVRDEIDGFFHHADREL



MLEMFQEVLSVWKPI*                                                                
>Bdis_3g14350                                                                   
MACLKLGSRADVFRKQGQEWYCTTGLPSDVTVVVGEQSFHLHKFPLLLKSGLLECRIREKIETGEDSCVIDLSDIPGGAK
AFELAARFCYGVKFEMTSSNVVHLRCAADYLEMTEEIAEGNLIAQTESFLTQTVLKSWKDSIKALHTCDNVIDIAEKLQV
VKRCIDSVATKSCTDPDLFGWPVVQYGGPMQSPGGSFLWNGISTGARPRNSSSDWWYDDVSCLSLPLYKKVISAMEYRGI
DQDIIVGSLNHYAKRRLPGLNRRKSISDVSSCLSMTTLTAMPSEEEQKYLLEEIDRLLPFQRGVTSCKLLFGLLRTSIFL
KASSSCVSNLERRIGLQLDKATLEDILIPNMSESVETLYDVDCIHRILDHFLTMDQETGGASPGLGDDGQILASPSLMPV
TMVAKLIDGYLAEVAPDVNLKLQKFRSLAAAIPDYARPIDDGLYRAVDIYLKAHPHLPESEKEELCRVMDCQKLSLEACT
HAAQNERLPLRVIVQVLFFEQLQLRSSIAECLMISENLEGGSRQLGLPISAEQHRGVGWPLATRENQALREGMDGMKQRV
AELEKECSTMREEIERLGRSRNASKSWLSSLGLGGTKPQICSTKDAAPTTASDDNKLAVVKADATPRLKLSRHKKNLSID
A*                                                                              
>Bdis_3g18250                                                                   
MKEPIVFNSRDVHLGRSRTRAVGCVPRSDLETSKYLDDDRLVVRCLVIVIKESLLTKTRVVCSEIDVPPSDITEHLAKLL
EAKEQTDVTFCVGGETFEAHKILLAMRSPVFKAELYGQMKETNMQAVTIEDMQPAVFKALLHFIYTDSLPGLDDLEGDDK
LEMIRHLLVAADRYAMDRLKLVCQSILGKNLDVENVSTTLALADQHNCDKLKDVCIEFIDSSDKMDAVVATQDYANLKRS
CPSVLVDVLEKTSRFRKA*                                                             
>Bdis_3g18350                                                                   
MAANWQNWQALHGVRSPPRSTPTLIPFIPPAPRMGLELTDTASRCTTGKAVGSHEFEIDGYSLKKGMGVGKFVRSATFTV
GGYNWAIRFYPDGFTEDAKDHVAICLEFMSSNAKVRAFHDMGLVKHATGLMGAGFVRSETMVFTSTAAIDKTTIPRVKLE
GSKYIQDDRLIIKCVLTVLKESQVFQTKGSSEIEVPPSNITEDLGKLLGAKEGADVTFSVGGETFQAHKIVLAMRSPVFR
AEFYGPMLETRMQCVAIEDMQPAVFKALLHFIYTDSLPNLDDLVEDGDANCEMMKHLLVAADRYAIDRLKLICQNVLAKN
LDVENVSTTLALADQFNCDRLKDVCFDFIVSSNEKEAVVATNGYANLKRTCPSVLVDLFEKTSRLRKA*           
>Bdis_3g18357                                                                   
MGSQSKRTLSRYSTVTEHGSHTFEISGYSLKKGIGVGEFIQSSTFTVGGYDWVIRVYPDGSCDAVKDYVSVYLEIMSRNT
EARACCSLRLINQDTGKPVIMWSEETPKVFRSCDSSRFGPQNGQFVLRSVLEEESLGYIKDDFFQIECDITVIKDSYVYE
SSVWSEITVPPSDLSQHLGKLLSDKKDTDVTFSVGGENFVAHKIVLAMRSPVFKAQLYGQMKERRARRITVEDMQPAIFR
ALLHFIYNDSLSADMDDLNDDEYSETIRHLLVAADRYAMDRLKLMCQSILCDYINVETVAATLALADQHNCDKLKAVCVE
FLEYTASSEGMDAVVATQGYADLKRTCPSVLVDVFEKTSRSRKA*                                   
>Bdis_3g18370                                                                   
MGSVSKKTISRHTTHTEQGSHAFEISGYSLNKGIGVGQYIQSCTFTVGGYDWAIRLYPDGVVEAFRDYVTIYLELVSQDA
EVRALYDLSLVKQETGLPVSMWCKSTPREFRSRDSSRFAPQSGGFIPRSTLEMDDIGYVLDDYLTIECAVTVVKEAHLYQ
TSAEYEIALPPSDLSDHFGKLLLEEEGADVTFSVGGETFAAHKIVLATRSPVFKAELYGQMKERTAQSVTIEDMQPAVFR
AFLHFIYTDSLAQMEDLDHDDYSEMIRHLLVAADRYAMDRLKLICQNVLCQYIDVDTVAATLALADQHNCESLKNVCIDY
MTTSDEIDAVAATQGYANLKRSCPSVLIDVLEKRSRIQKE*                                       
>Bdis_3g18410                                                                   
MATEMTTQSGSKKTASRCITEKAEGTHVFEIVGYSLKKGMGVGKAVRSGTFTVGGFDWGILFYPDGTSRTGHQCVAADLE
LRSKGKQARACCDLRLVNEDTRLAYSFESISPKAIPTSYNDCSHYSRENARVVEKSHFEEEGSGYIKDDSLTIECVLTVM
KQSLVAKITGDSEMQVPPSNLSSHFGKLLLEENGADLTFSVGGESFAAHKIILAARWPVFEAELYGQMKEREDQCIIVED
MQPGVFKALLHFIYTDSLPCVDDLGDDDYSEMIRHLLVAADRYAMDRMKLMCQNILSENLALETVAATLALADQYNCERL
KDVCIKFIASTDEMDTLMATQGYMDLKRTCPFVFVDVFEKSKRLRGA*                                
>Bdis_3g18440                                                                   
MPNQMLPTRTVSSCTPRTVQGIHVFSISGYSQHRGIGYTEYNKSGAFSVGGHEWEIRFYPDGQHKQDFIAVYLELLSKGA
NVHASCDLRLVDQTTGLSSSVHKTAPRMFNPNNDLRFAPQDGNFMSRTEFEASAYLRNDHLAIECVVTVLKDAIVSQVKP
RSRIEVPPSDITAQLGKLLEAQEEVDVTFSVGGETFAAHKIILAMRSPVFKAEFYGPMRENAAALIIPIQDMQPDVFKAM
LHFIYTDALPAMDDLEGDDRSEIIRHLLVAADRYALDRLKLVCQSILCDNIDVQTVATTLALADQHHCDMLKDACVEFIS
SSAMDDIVATKGFVDLTRNCPSVLIDVFVRMSRSCKS*                                          
>Bdis_3g18640                                                                   
MAAPQMAGTKTVSRSVLDTARATHAFEIIGYSHHRGLGNGKSVRSAAFAAGGYHWCIRYYPDGDNTEDSNDHVSAFLVFL
SKDAKVRAGFDLRLINPVTTDFIYRVQPLVFDDANRTWGHRRFMKRSDLEASPYLRDDRLLIECDVVVLNEPRIELTLLD
FEVQVPPSDLSDDLGKLLEAKEEADVIFKVKKDVFPAHKIVLAMRSPVFKAELYGPMRGNKTRRKYITVEDMQPAVFKAL
LHFIYTDSLPSMDEIIGNDKKELIKHLLVAADRYAMDRLRLICEGILCKSLDVDTVAATLGLADQHNCSKLKGACVEFIL
SSNRMDVVVESQGYVHLKRSCPALIFDIFERATKFHKI*                                         
>Bdis_3g27067                                                                   
MSAAEAPISRVYRSRSRSASAIVAGTVTGHHLLNIEGYSHTKELPTGQYIKSRPFMVGGRLWRIKYYPNGDRPAKADYVS
IYLIPGESFAQPVKARVRFGLVDLARKPVPSQTLTTELHSFTANGFGFADFMERKELDMSEHLVNDCFTIRCDVIIYKEV
RTEDRSSPLVMVPPSDLHVHFGDLLATKDGADVTFQVAGEMITAHRCVLAARSPVFKAQFFGSMKEGAKSHCIQIEDMMP
EVFKNLMHFIYTDSLPEMKEQEEAVMVQHMLEAADRYDMQRLKLICEDKLCTLINVSTAATTLALAEQHSCDVLKQACMD
FLKCPVALDAVMETDGFDHLSKICPAVLKELMSKIVAR*                                         
>Bdis_3g27074                                                                   
MSAVASASAIVADTASGFHHLKIAGYSSLKGLPNGHRLSSCPFTVGGHHWRIDYYPNGDRQESAGYVFVFLVLDENMIDG
VKAQFEFGFWPKKRGLFFRKRTKSGLRLRYLFSQSTPSWGYGEFMKWEALDRSEHLKDDSFTIRCDIVVLNKVCIQGRAK
KAAPKFVSVPPSDLNKHLGSLLVSEKGADVLFEVGGETFAAHRCMLAARSLVFSAELFGSMKEGDINDLVRIDDMEAQVF



KALLCFVYTGSLPEMKEEDDEEAMYHHLLVTADKYNMERLKLICEEKLCKYIDVGTVVNILALAEPHHCHGLKSAWFDFL
SSPTNLRTAMASDGFEHLAITCPSVVKDLIAMCSAT*                                           
>Bdis_3g27081                                                                   
MSAAACKPSRSASTIVAATASGYHLLKINGYSRTKGVPHGQKLQSRPFSLGGHQWYIGYYPNGFNSDHTGCISPFLFLDD
SVTTAVKAQHEFCFIDEVKDQALSLASSAVSEFASKQGWGTSKLIKRADFEKSKHLKDDSFIVRCDVIVINDYRAEDLPE
NTPPTFVSVAPSSLHQHLGDLLKTEKGADVVFEVGRETFAAHRCMLAARSTVFGAELFGVTKEGDTACVIRVDDIEAQVF
KALLCFAYTDSLSEARNEEEDVMCQHLLVAADMYNMDRLKTICEDKLCKYINVGTVATILALAEQHHCDGLETACFHFLR
TPAKQI*                                                                         
>Bdis_3g39210                                                                   
MTGGRVEAAPRLAQWRVDALPCYTYRKSDPFRVGLWNWYLSVERNNKQTCVKLFAELSNSAKNTVPAPIASFVTKLLISF
PPNEKIIVHPGIFDKHLKHDGFVWAIDSTVTGRFVIEIEFLDLKVPDPSGGEPASVWASHQIKQSSDNTALSSLTRMLQE
CILTDITINATDGSIRAHRAILAARSPVFRSMFSHDLKEKGLSTVDISDMSLDACRGFLNYVYGDLRNEEFLTHRLALLG
AADKYDIADLREACHESLLEDIDTGNVIERLQVAHLYRLPRLKEGCLRFLVDFRKVYEMHDDFNAFLQTADRDLVAEVFQ
GVLAAWSGR*                                                                      
>Bdis_3g40527                                                                   
MVDSGSVQFKIDYRTIQTFASDDRYILEESICVGEHRFSASCYPQECSEDGEFEYLSIDLSLRSTSEVTSPVFEALVVGK
DGAPSPALAKRKRGTASDFNGLIDGVWKSWCWLDFSKGGDDDMESLWAANGRMITISCGFSVPLENPITVPASDIGDHLR
GLLDCADGSDVSFSVGGETFRAHRAVLAARSPVFKAELFGAMAEARMPCITLHDVEPATFKALLCFIYTDALPRDSGELV
GDPVDVFQHLLAAADRYALDRLKLLCAHKLWDNVTTDRVADILACAETYNCRELKDCCMDFFVTEQNFKHATLTEGFVRL
GQKCPTIIAELRKKARI*                                                              
>Bdis_3g40720                                                                   
MVDSCFVEFKLDRQSYSEKLANGSDGFMELVTIAGDDAFIVNYYLPQCRQYGKKSEYLRLGLLLLSKYKKTNPVFEAFVV
GKDGAPSPSIANRATGAVFPGWTDEHWSFLYSWDWDHFLKPSDLESLWAANGGVVTIICGVVVRRDNPITVPASELFGAM
AEARMPCITVHGVEPATFKALLCFIYTDALPMDSGDLIGDPVDVFQNLLAAADRYAMDRLKLFCAQKLWDNVSADTVADV
LACAETYSCRELKDSCMDFFVAEKNFKQAMLTEGFVRLGQKFPSILTELRKRAGI*                        
>Bdis_3g40730                                                                   
MVDSGFIEFKLDYQKTRKLALGHKLSKSIRAGEHTLTVDCYPRGLFGGNYPGDDLPLHLFLAIKSKNINLIFEAFVVGKD
GAPSPSHAKRTVAFESIVGGGTRHATLFSFLKQSDLESLCAANGGVVTVVCGVILRHDENPITVPAPNIGVHLRDMMGCT
DGSDVSFSVGRETFHAHRAMLAARSPVFKAELFGSMAESKLPCVTVCGIEPSIFKALPHFIYT*                
>Bdis_3g40740                                                                   
GDGPSSCKELLWRKNMLQREASQLYAPSWSSMNTPYLCRLQISAPTLAACSITPTGQMWHSSSTARHSMLTGLCLQPARR
SSERSSLDPWPRLQMPSITLHEIAPATSKAMLRSMYTDALPREKEIGDSSVEMFQNLLAAADRYALDRMKLTCAQKL*  
>Bdis_3g40745                                                                   
MSDVVSVGGHLWRIQCYPRGYHGHGDDKGEYLSIFLAHMSSTTTSAKAILDVFLMDKDGKPSVKDEIRFLHTFKCSQVRQ
SSGWPQFVKWTTPEKDYLAEGHITIVCAIMVTDDSPIPVPPSDIGTHLGSLLDCADGTDVTFIIDGETFHAHRALLAARS
PVFRAELFGSMAEATMPCITLHEIAPATFKVMLRFMYNDALPGEEELGDSSIEMFENLLAAADRYALDRLKLICAQKLWD
KVSVDTVSTVLACAETNNCPELKNKCIDFFVVEENFKEAMFTDSYALLVLKFPSVIA*                      
>Bdis_3g40750                                                                   
MRTTIVCSSVLKLTIDYEKAKQLPIGKYVESDVVSVGGHLWRIDCYPRGHSEDDKGEYLSLFLAPVNMSNTRSANAILDV
FLMDKDGKPSATDARRLLHAFEVNSDGYSWGWPKFVKGTNLEKDYVAEGHITIVCTIMVTDERPIPVPPSDIGTHLGSLL
DHNDRADVTFIVEDQTFHAHRAFLAARSRVFKEELLAPWLRLQCLPLSGTTLHLLHSNDLLAAADRYALDRLKLMCAQKL
WEHLSIDTVATTLACAETYNCPELKNKCFNFFAVEKNFKKAVFTDGFATLLQKFPSITDELKSKVET*            
>Bdis_3g40760                                                                   
LWRTSTKTTIFALIKRQCHLGRLLDRQGRQAIHHHCRKVSPRLRCVSWGWPKIVKGDTLEKDYVSDGHITIVCAVMVIDD
SPLPMPRSDIGNHLGRLLDGAAGTDVSFVIDGEIFLAHRAVLAARSPVLKAELLGSMCDAAMPSITRHDIAPATFKVMLH
VHGCLARRG*                                                                      
>Bdis_3g40767                                                                   
MSKRAKTTALEAQTTMVGSAAVQLRVDDELASQAPIGYAVYPDIISVGEHLWRIECLPRGDVEDGSGEYISIFLRHMSKS
TSVTAIFEVFLIDNYGIPSMTETRRILRTFRIATGRGRGSGDSWGWRHFVKRTILEDSYVDEESHFTFVCAIMIIDDCPI
CVPPSDITTHLGRLLDDTDGTDVSFVIDGETFTAHRAVLAARSSVFRAELFGSMAEATMSSITLKDITPAAFKAMLRFMY
TDALPGESELGESPVEMFQDLLAAADRYALD*                                                
>Bdis_3g40777                                                                   
MCDSCFLPFKLHYAEMKKLATGDFVQSDVISAGGHLWSIRCYPRGKGEMDDDDSDSDDEDEVAADYLAIYLRHMTNARGI
KVIFEAFVMDKNGEPSTSHARRVVHFFSSKVSKSLGWSRFLKRRNLESRYVVDGWVTIVCGVIVVPDGDHLTVPPSDIGS
QLGRLLDCADDGSDVSFIVDRTTFAAHRAVLAARSPVFKVELFGPMAEASMSHIPLEDIAPATFKVFLRFIYTDILPEDD
KLEFGDDGDSPVEMYKHLLAVADRYAVDRLKLMCAKKLWDNVSADTVAETLSYAETYSCAELKTKCIAFFAEDKNFREAV
LTDGFVALVQKFPGIIAELRKKAKD*                                                      
>Bdis_3g41280                                                                   
MSDSCFMPFKLHYAETKKNLSQGDAVNSEVVSAGGHLWRITCYPQGNEESGFIDDDDEEEDEEPAADYLAIYLELTSESK
GVKAIFEAFPMEKNGAPSSSHAKRLMDVFSSEEDLQSNWGWLHFVKRIDLGNRYVVDEATMSSITLEDITPATFEVFLRF
IYTDALPGDDELGEDGDSPIEMYKHLLAVADRYAMDRLKLMCAKKLWDDVSVDTVAETLSYAETYSCAELKTKCIAFFAE
EKNFRKAVLTDGFVRLVHKFPAIVAELREKPKK*                                              



>Bdis_3g41290                                                                   
MVGSVVQLKVNYEKAKNGKAIHSDVVSVGGHLWRIDCHPRGVSEDCKSEFISILLQHMSKSGSVTAIFESFLMDRDGQPS
SKYQLRSLPRSYQSDSWGWGQFIGRTTLEKDYLEDGHFSILCTIMITDDSSIPVPPSDIGTHLGSLLDRADRTDVAFIVD
GETFHAHRAVLAARSPVFRAELFGSMAEATMPAITLHEIVPRTFEVMLWFIYTDALPGDKELSDSSIEMFQNLLGAADRY
ALDRLKFICAQKLWEKVSVDTVSTILACAETYECPELKNRCIDLFVAE*                               
>Bdis_3g54372                                                                   
MSSSGAHQAGGQSSRSASPITADWSSGHLHLKIHGYSGTTNLPTGQFSSDYFSLGGHRWRVDYYPNGVRADVADYISLCL
VLAQDAPPPVKVQCELSLVSESGEEHVVPPVAWAWVDTFFSPYGRLCCSRFVRRAVLEASKHLGPDGSLTIRCDVIKKFA
PEEIAAFVPVHPSDLARNLGELLETGKGADVVFEVGGKTFAAHRCVLAALSSVFAAELFGPMKESNTAPGVVRIPDMDPE
VFKALLHFAYTGSLPEIPKERESMAFQHLLVAADRYKMERLKLICEQKLCEHIDRDTVASIFAVAGQHHCAGLKKACFRF
VDCPENLVALLGSDSFKHLIRSCPDLVSELVELVAKAMKP*                                       
>Bdis_4g01780                                                                   
MGSVKLGSNSNSKPDAFTRRGQAWFCTTGLPSDIIVEVGDMSFHLHKFPLLSKSDILGRLIEESPDQDECIIKLSDIPGG
AKSFELVARFCYGVKVELSPANVVHLRCAAEYLQMTEETAEDNLINQTETFFNQVVLRSWKDSLEALKACDALLPHAENL
HIAKRCVESLAAKASIDPDLFGWPVSEHGVMHIPGGSILWNGISTGAKLGNCSSDWWYDDASSLSFPTYKRLISTMESRG
TKEEIIAGSLTYYARKCLPGLNRRQSTGLVPLTTAASLSEEEQRHLLEDIDGMLPLQRGLVSTNVLLWLLRTSMILKVNR
ACISNLEKRVGMQLDKATLEDLLLPNFSYTMDTLYNVECVRRILDHFLAMEQSMGGGSPCLDDVMDSPSLAPITAVAKLI
DGYLAEIAPDINLRPPKFQSLAAALPEYARPLDDGLYRAIDVYLKAHSCLPESEREQLCRLIDCQKLSLEACTHAAQNER
LPLRVVVQVLFFEQLQLRTSIAGCLMVSDNLEGSSLPLRCSGATTTSGEAGAGWVTGAAVRENQALRAGMDSMRQRLAEL
ERECSGMRQDIRKLGCAAPGKDGWAARVQRMFNLKMKLQMCSTEEGKMSERHRSVSAKLEKLQAKVAKHKEHLSIDA*  
>Bdis_4g02767                                                                   
MEESRPRRAPARIRAVPIAVTPGGVLDAPAVEAAAADGREEPAGGGEAQLQQHEICVGFGQPETSDLTVMLYGKEGIAVR
MNVHRDVLCGSSAFFAAKLSGGGNGGPPVPSVEIHDCDDAEIYVETVGLMYCDEAKHKLLKQNVSRVLRIMKVAESLGFE
ACVKSCLDYLEAVPWVGEEEDNVVSSIRHLQSKAYGVSPLLKRVASDSLNSPADTLSHIMEMVLKSNDDRGRREMKALVL
NLLKDSNRCTDGTSDICSELFHSSCQGCIDRLKLLFAEASEAGFPSQVTRQITLETDNLLWLVEILVNQRICDDFVVMWA
SQSELASLHAKLSVASRHAVSCITARLFVGIGRGEMLPSKNTRLLLLQVWLQALIDDYSWLQCSCRSFDRKLVEEGIGQT
ILTLPLEDQRSILLSWLGRFLKLGDNCPNLQRAFEVWWRRTFVRPYVNQAR*                            
>Bdis_4g03397                                                                   
MKYMKLGSKPDVFQTEGNIRFVATELATDIVITVGDVKFYLHKFPLLSKSSRLQTLVASTNDEGNDEVDISDIPGGPSGF
EICAKFCYGMTVTLNAYNVLAARCAAEFLEMFETIDKGNLIYKIDVFLSASIFRTWKDSIIVLQTTKSLLPWSENLKVIN
HCVDSIASKASIDPSEVEWSYTYNRKKLPSESGSDSHWNGVRKQPMVPRDWWVEDICDLEMGLYKKVILAIKAKGRIAAE
VVGEALRAYAYRRLFSSLDNAVNNGLDCTRHCAALETIISLLPAERDPPWRPGQEDRLAARRSFGLGSSDTCELRRNAMY
NVDLVLAILEEFMAQRHGGGDEELQDDDDEEEVTMDGENHRHLVSSVSGDSDLALARLIDGYLAEIAKDPSLPLPKFIAI
AETAPLAARPTHDALYRAIDMYLKEHPGLSKSEKKRLCALMDCKKLSAEASAHAVQNERLPLRVVVQVLFFEQLRQSSAA
AAELPSSALRSLLPRESGNSYGSSRSAATTATTAEDDQWGTGAGDAGSFRSAGGGAMATNKSGGGGDGGSSKNGGKAGKG
MMPRKMLSKLWSGKASSGGEHSGGSDTSESPGSAAHLDAMAAGDAKSTHSRSTRHSVS*                     
>Bdis_4g12820                                                                   
MSISELLSALRDAGRQHLSASTVGTRQATGSHLLQIENYAQIKKQLSVGEYVKSSTFTVGGHDWRVELYPKGCVREAHGH
VSLFLRRVCDAKTGGRDDSATAKIEFSLLDGATGEPSLTKSSPPRTFKPGDEDWGWREFVNKDDGLEDEKTCLGQDGCLR
VLCDVSVDLGIRADDATPEPETTGLFPAAPSFELRGELAGVIWNARRPDVRVEVGGEALAAHRWMLAPRSPVFAAELSRT
FQKNPAVLRVEDMDADVCRALLEFIYTGALHDMDRKLESSMAEKLLVAADRYGVEQLKELCEKAVCGRVGMSSVAASLAL
AKRHGCPLLRDACLEFLSAPGNLEAVVEMDGFEELMQEGCPSGLTKLIVKQVRRHEQWSPFSG*                
>Bdis_4g12910                                                                   
MSASAIVAKAVSGSHILKIDGYSRTKGLGNGKFIKSEKFAIGGHRWRMLYYPDGDVVSEKAADWISIYLAFDRANANEVK
AQFGFSLLDQDMQPVPSYSRKSKKTRTFSSKDTAWGFRKFIRRKELEESSYLKDDVFSVRCDVTLTTEIVTQSQPAVQVP
PSDMAQHLGQLLSASDGADVTFHVGGESFPAHRYMLAARSSVFKAELLGAMKEKTAAHVRIDGVEAKVFKALLHFIYTDS
LPAETDDDGGDTAAMAQHLLEAADRYNIERLKLICGDKLCNLINRSTVATTLALAEQHGCGALKNACFKFLTSPGNLKAV
MASEDYEHLKRSCPSLLEELVAKLAL*                                                     
>Bdis_4g12915                                                                   
MSASCPSSSVHSASPLSASAIVAHADSGSHILKIDGNSRTKGLGNGKFIKFGKFDEGGHRWCVMYYPDGNVSDTTDCISI
YLRLEHGDDANEVKAQYRLSLLGQDMQPVPAYSFQSNQIRTFSSKDRSWGYTKFIKWKDLEESLHLRDDVFSIRCDVTMP
KEIITEPTAPAIAVPLSDITKHLGQVLLSGDAADVTFDVGRETFAAHRCILAARSPVFKEELLGSMKEKEADCVKIEDVE
AKVFKALLHFSYTDSLPEMDKDETAAVAQHLLVAADKYNMDRLKLICEDKLCSRICSSTVGTTLALAEQHGCGALKEACL
NFLVAPGNLKAARACQGFDHLTRSCPCVLEELAATP*                                           
>Bdis_4g13857                                                                   
MSSSPLSAVLPTTASAVVTKAVAGSHVLKVKGYSLIKGLGVGKFIEFGKFSVGGSSWTVRFYPDGGPGSDYCADWVSIAL
FLLDPNPTTDVRANFKFNLLDQAQGKHVELNPQPGMRSFSNAKTGFGQDRFIKRMELDESTYLKDDCLEIRCDVTFALMK
QISKVAVEAAKTQFVAVPPSDMHRHLAALLSGASGGGEGSVDVRFEVGGETFAAHRCLLAARSSVFSALLFGPMKEKTAT
CVKIEDMEPRVFKAMLHFIYTDSLPEMDKGETTVMAQHLLVAADMYNLPRLKLICEHELCKHVDGSTVDTMLALADQHGC
RGLKEACLSTINFTRNLKETTASDGSEDSASAFEILAGVLIIVFISYWVFRIFSLI*                       
>Bdis_4g13864                                                                   
MSTSSVAAALAAGGGGMHSASVVVAEAVSGSHVLKVQGYSLIKGLGVGKFIGSVKFNAGGRSWCIRCYPDGWGSECTDWI



SVALFLLNPDATEVKAKYRFSLLDQAERTHVPLHTEAVSTFSAKASGKGHDKFIKRQKLEQSAYLKDDCLEISCDVTVLK
EICLAKDVAVQFVVVPQSDIHQHLGALLSDAGSEGADVSFEVGGETFAAHRCVLAARSSVFKSGLFGPMKEKTATSVKID
DMDPRVFKAMLHFIYTDSLPQMDSADATMMAQHLLAAADRYSLARLKLICEHELCSNIDKSTVTTTLALADQHGCHGLKE
ACFSFLKSPGNLKEITASDDLEHLMKSCPSVLKELVAQLAP*                                      
>Bdis_4g15130                                                                   
MRKLFFSELTSCKETKLQSATHSWLPLEKGKLCKFTGHSSSSSSIESLMKMPEPAVLPHFKPADYVDILAQIHEQLEYCA
PDEKSCLYLLQFQVFRGLGEAKLSRRSLQAAWEKASTIHEKLIFGAWLKYEKKGEEPISDLLGSCGKCSQEFKLLDFVSQ
ISAESHGLSYDDESDEFQGSPVVHFRIKDDMIAGDRRKLAALSTPLYAMLNGGFRESHLEVIDMSRNGISPIGMRAISKF
SLSGRLPYLSAEAILEMLDFANKFCCKGLKDACERKLASFVCTRQDAVDFMECAIELGCSILAASCLQVLLNELPECLND
EQVVRIFSSANKQQRSTMAGNASFSLYCLLSEVSMSISATSDVTISFLEKLVESASDSRQKQLALHQLACMRLLRKDHTE
AERLFNAAFNAGHHYSVVGLARLASLRSNKHFSLKLLDSVMSSRWPLGWMYQERALYLDGDSKLENLNKATELDPTLTYP
YMFRAASLMKRQSVEAALMEINRILGFKLVLECLELRFCCYLALEDYRAALCDVQAILTLAPDYRMIGGRVAAKQLRMLV
MENVEQWTTADCWMQLYDRWSSVDDIGSLSVIYQMLESDAAKGVLYFRQSLLLLRLNCPEAAMRSLQLAREHAASQHERL
VYEGWILYDTGHCEEGLQKAEASIAIQRSFEAFFLKAYALADSSLEPSTSATVVSLLEDALRCPSDRLRKGQALNNLGSV
YVDCGKLDLAAECYINALKIGHTRAHQGLARVHFLRNNRTGAFEEMTKLIEKARSNASAYEKRSEYCDRDLTKADLQMVT
KLDPLRVYPYRYRAAVLMDNHKEKDAISELTKAIAFKADLNLLHLRAAFHEHVGDISGALRDCRAALSVDPNHQEMLELH
HRVNSQEP*                                                                       
>Bdis_4g23730                                                                   
MAERSNISIAVVAEKRSLVIKIDGYSATKRLLEIGQSVNSSPFSVGGHQWFVAYYPNGRTASGCISFFLVLDSADAKDEV
RAKVRFNLLHKDGRTPVPPLSRSTVERVFRASDQVLFLNAIRHRDLEGSGHLIDNCFSIRCKINVFKDPTQKCHQFVEVP
PSNLHQHLGDLLNSTDGADVTFHVGGETFSAHRSVLAVRSSVFKAELLGGMKENLGDPIKIDDMEAWVFKSLLSFIYTDS
LPLMTREGTDEGATPADVVTASHLLVAADRYNIERLKLICEEKLCSCIDSAMVATSLVLAEQHSCHGLKEACLQFLASPS
NLKAMVASDGYEHLKRSCPAVLRELIARLLPVELKVAKDIVMSI*                                   
>Bdis_4g23737                                                                   
MAEPPVVTATIVAGEERRTHLIKIDGYSRTKELLETGKFTTSIPFSVGGHSWAVKYFPNGCKGATNYIPGYISLYLVPDL
ADANDVKAKFSFSLLDKDGVPVPSYSQTSEHTFTSKVPDWGFTKFIKHKELEGSAHLRGDSFRIRCDVTVVMQIRSEQTL
RNQYVEIPPTNLHQHLGDLLKSMDGADVRFQVGGEIFSAHRSVLAARSSVFKAELLGAMKEKTGDPIQIDDMESDVFESF
LYFIYTDSLPVTDAVMAGHLLVAADRYNIERLKLICEDKLCNHIDVNMVATNLALAEQHSCHGLKVACFDFLASPSNLEA
MKASDGYEHLKNSCPSVLKELLARLLPVELQAAKDIMMDI*                                       
>Bdis_4g23747                                                                   
MAERGIVTTSALVAGEDRRTHVIKIDGYSRFKELLRTGKYTTSVPFSVGGHNWAMKYFPNGSKAAAGYIPGHISVYLVLD
SDDAKDVKAQFSFNIVDKDGVPVPSYSRTTTEHIFPRKGSDWGFSNFIKHEDLEGSAHLRGDSFRIMCDVTVGMKIRCEE
TKCNPLEVPASNLHQHLGDLLKGMDGADVTFQVGGHKFTAHRYVLAARSSVFKAELFGAMKEKTDSPIQIDNMESDVFES
LLLFIYTDSLPVTDTVMAGHLLVAADRYNIERLKLICEDKLCNHIGSDMVATSLALAEQHSCHGLKEACFEFLASPPNLE
AMVASDGYQHLKRSCPTIITELLARLLRVELQVVKDIGMDI*                                      
>Bdis_4g23767                                                                   
MEAADVTFLVGGQKFTAHRIVLAARSSVFKAELFGAMKENSGDTIEINDMEADVFKSLLHFIYTDSVSVLEMDSNMGEAH
EDVFMAGHLLVVADRYNIERLKLICEHKLCGNIDANMVATSLALAEQHSCHGLKQACFEFLASPSNLEAMMVSHGYDHLR
ISCPSVLKELVARIIPVEFKAAKDIIMSI*                                                  
>Bdis_4g23820                                                                   
MPLPMIYDFSSSVVPESEGRSYVFTVYGYKWTTKYVPAPLVCKVFCVGGHDWVVKYYPNGARKDYADFISVYLVLHSANA
KDVEVVFTFTLLDKAGELVPSYSRTMAGHTFAKKGSSGGYHDFIKKVDLEGSLYLRDDDSFSFRCDVNVLKHNQQKCDQP
VVIPPSNLCRHLKDLLESMDGADVIFHVGGEKFSAHRVMLAACSSVFKAEFFGAMKEKASSLIEVCDLEADVFKSLLHFI
YTGSLPETNNGDALGDVVMACHLLVAADRYNIERLKLICEYKLCKHVDSNTVATSLALAEQHSCHALKEACLQFLDSPSN
VEAMMTGDGYEHLKSSCPTVLKELIARFLPAELKAVLMSI*                                       
>Bdis_4g23830                                                                   
MAELRYNISAAVVAETEGSSYVFKVDGYSSAKWKLRNGEPLVSKLFSVGGYDWAVEYYPNGGRYEYSDYISVYLVLHSDS
AKDVNAIFTFSVLDRNGHPVSKYSRTIIGHTFSKKGSSGGYHDFIDRGDLERALYVRDDNFSIRCDVSVVVKDNDQQKCN
QSVVVVVPPSDLLRHLEGLLKNMDGADVIFRVSGEEFSAHRAVLAARSTVFKAELFGAMKEKECGLVEVCDMEADIFKSL
LHYLYTDSLPDDRTCGDGTIGDVVMAGHLLVAADRYNIERLKLICEDILCRHVDSKMVATSLALAEQHSCYGLKEACLQF
LASPSNVEAMMASDGYEHLKSSCPSVLKELVARFLPAQLKAVLMSI*                                 
>Bdis_4g23840                                                                   
MAKRCKISPSIVAESEQRSYVLKVEGYTMAKKQFETGKPVVSAPFNVGGYSWVVKWHPNGGRTEYAEFISVYLALHSAHA
KHVKVNFWFSVLDKAGEPVPLRCRPVVGHIFSSKGSNWGHHDFIKKADLQGSNYLRVDSVSIKCDVTVLKHIQKGSKFVV
VAPSDLHIHLQDLLNSMDEADVTFHVGGERFSAHRTVLAARSSVFKAELFGAMKEKARGPIEIDDMEADVFKSLLRFI* 
>Bdis_4g25540                                                                   
MDCCICGPMAAIYRPPRNTICAPCYEGAKAIVASLDDADDDNEQLAAGAHAGVVFKPARGPLINRNNNGSTKGMREVWEH
VKDMRSMGEEANERARFLSLGFGPNAAHTDIVLRPGSGPPIPAHKAILAARSEVFRHMLCDEERVKAGPGAGGCVTLPEL
AHDELELLLGFLYTGTLDLDSTETETGERRLRALLVAADKYDVPLLARVCEARLAVEVGLANALRTLEVADRVGGGGGGK
LKERAMAVVVEHAGTVVFSEEYEAFAARNTVLAVEVTRALLLAADNAGAKA*                            
>Bdis_4g33580                                                                   
MDQDLIRRGGVVPSFAFAFNSPSFSDRFLRLEITAIDSLPGSSGVDDAGSLADSARHRKRSRLELREDKDSARHLLDTPN



PNGNEVETKDCHLSEEDQNELGSLTEEHLPSIGEDGDEGHLDTSPSMMGTPALRVKSIPVSSVILAASSPFFRKLFTNGM
QESNQKSVTIRIMETEEEAMLELLSFMYSGELKTNDPILLLDILMVADKFEVTTCITHCTELLSRLPMSKDYALLYLDHP
CSHSVAVALEPVKAAAKEFLANKYKHFLRFQDEVMRLPLSGIEAIFSSSDLQVPSEDHVYNFLLRWAIAQYPDAKECRKI
LNTSLFPLLRFSHLSYLKLQKVLAFMGLDRNEQASNVISSLLYKADASYRQNCLAADGVAPRKYEERSYSCRPLKVIVFD
RPFLQCMAYLDLKIDECFQLFPSGCALSQEFCFAAHGFFLKACCMMEQQSMTHRFGLYLGLLNRGPMPVTLDCEFAARER
PSGGFVVKSKYTHTFTDCGHSFGSRDLLNSLDGVDC*                                           
>Bdis_4g37750                                                                   
MRRGTRPRMGDRATSDVVVRLRTPEGRDEWLYCHSAVLAAGSKYFADRLSDAWPTCQILDSRYCVEVHCAEPDLSSHVTA
LRLLYADEPVSRFGVRGALALLQAAEHLGCPRIAAACADYIESAPWDEADEEEILAAAPFLAPQHGRLLARLRPIDPAPA
AGIFLSAFRHATSAAAPRELKSAAQEQLEYMLTEDDDAPLLAFDDDSVKSQVKDCVTGLLNRFSDFVSSALTKQKEAPCS
GGDDGEPQQELHSFISDISWVCQVLSKLEMMKYLVIYWLGASSHVVEVVEAACPGFDCLKTRLKVIEISAKVLEAAAFSN
IVLPAEKRCHAVNVWIRFAGRTKALVDQADVGDGDAETPKIGLDGEVWQGLESAIVSIVLTLPSNTQAEILSEWLQSKHA
CFPDLTEAFDTWCYRSKVARTRLSFLNNINEAP*                                              
>Bdis_4g38300                                                                   
MSALEAVISCDEERVKLEKDAEVLAAQDDGGGEALERVYERLEAIDVSTGEKRAAEILFGLGFNKQMQAKKTRDFSGGWR
MRIALARALFMNPTILLLDEPTNHLDLEACVWLEETLKKFERILVVISHSQDFLNGVCTNIIHMQNRKLKLYTGNFDQYV
QTRAELEENQMKQFRWEQEQIASTKEYMARFGHGSAKLARQAPRRILTFRFTDVGNLPPPVLQFVEVTFGYTEDNLIHKK
LDFGVDLDSRVALVGPNGAGKSTLLKLMTGELVPLDGMVRRHNHLRIAQFHQHLAEKLDLDLSALQYMMNEYPAGNGEER
MKAAIGRFGLSGKAQVMPMRNLSDGQRSREIFAWREPQQLLLDEPTNHLDIETIDSLGEALNEWDAVNESPHDDSLGTLP
PIVRLKKIHVSSVILAGSSDYFKKLFTNGMLESTQKEVTLRIREAEEMPLQHLLSFMYGEEILTTDPAHIIGILMVADKY
QVLSCVTHCSELLTTCPISTEVALLYLNLDCSIPTALEPAKDAAKKFLCNKYQDFLRFEHEIMDIGPSGLAAILSSSDLK
VPSEDYLFDFIVNWGRIQYPDRGERRTVFSSLLPLIRYSHLSCGKLSKIMKCQDIDLNVARLPLVRALFFKSDPVSRQHL
IDGPEPWSYEQRAYLYRPLEVMQLHRPVKQCMVYMDLNTDDCSKMFPTGSILSEAFHFAKSDFFLTAGCIVQQPGPLHSF
GLFLGVTGDCPLPVTVKYEFSARAKPSGDFIVKWSYTHTFTQADVRMGRRNLFSMPWAAFVDYDNNPWFIGGVMYLRAIL
TLVIE*                                                                          
>Bdis_4g40865                                                                   
MAVDHRDLSSSIVAEAEKVSHVIKIDGYSITKGLRENGSCATSLPFKVAGHSWVVRYYPNGYRSEDAGYVSVYLFLQPPY
ASTTTKVILGFSLLDKDLTPVPSYSPKGPVPARTFSKQSPSWGHGRFIRKENLERSAHVRGDCFSIRCDVTVLKDIRVRE
NKVEFVVVPRSNLGRHLAGLLESMDGADVTFLVAGQRFSAHRCVLAARSSVFKAELFGAMREKEAGGVVEIGDMEADVFG
SLLHFIYTDSLPEVTIGNEESAVDDVAMAQHLLVAADRYDVERLKLMCEDRLCRNIDSTVVATSLVLAEQHGCPGLKEAC
VEFLDSASNFEAMLTSDGFNHLKNSCPSLLSELIRRFMPAELNAANKDIVMAI*                          
>Bdis_4g43150                                                                   
MSSEDSLKSLSLDYLNLLINGQAFSDVAFSVEGRLVHAHRCVLAARSLFFRKLFCGLDPAHQPPPPPPLNWPNTASSAAG
AGGGGSRGGGGAPGAAPELVIPVSSIRYEVLVLVLQFLYSGQASVAAPKSGPLPGCGARGCWHTRCGAAVDLALDTLAAA
RSFGVEQLALLVQKQLESMVKEASVDDVMKVLMASRKFEMQELWATCSHLVARSGLSADLLAKHLPIDVVAKIEEIRSKS
PPIISGLSSSSPTAAGPRSPFQLTHSYLPMTTPNPADRDHKIRRMRRALDAADIELVKLMVMGEGLDLDDSLAVHYAVSH
CNRDVVKALLELGAADVNSRAGPTGKTPLHLAAEMVSPDMVSVLLDHHADPNARTLDAGVTPLDVLRGLTSEFLFKGAVP
GLTHIEPNKLRLCLELVQSAVMVTTRDDGGGGGGEGGTSDGGNNGFQRSDVADDSLVSLTMNSTLMYQGQEMAGDQGRNK
ASSGGNNGGRGSPSTLYFPNGFP*                                                        
>Bdis_5g09870                                                                   
MATQEKRRRKAFRTKPKGLPPPSPRPPPRGQGTREEEESKLRSREKSAKNPTCDTDLKHSSSLDTTVQATMTKTAVEKKR
KNSLRSGWKIRREKEGQQFSSPFLVHMSSYSGSVRGDGRPARQSASAIIADAVAEPGLVDGDKAAQNESAAIVADSEPGS
VHDCGDMLPQQAASTTITEAVSGPAIGQGHTSAIVVDSVPGPFHADADAGDEMPPAQHGASTITNATMLAGCDSDASAQH
TASAIVAKTVSGSHVLKIKSYSHTKGLGLGGILSDTFRVGGHCCRIVYYPDGCRSDCADWVSIGLLFVETHASHINARIK
FSLLDHGGKPVPLYTTETHTVTTLSTRQEPLVSARFIERKTLESSYLKGDCFTVRCDVTITSGIRTEDTTKQSVVVPLSD
IHQHLGQLLLTGKGTDVTFEVGRETFAAHRCVLAARSPVFMAELFGPMKENTATSIRIDDLEPSVFQAFLYFVYNDSLPD
IDKGEEILMAQHLLVAADRYDLKRLKLICEDILCNSIDTETAAATLALAEQHGCCGLKDECFKFLTTPGKNLKLVMTSDN
FQHLWSVSPSVLKELLAKLDAINGLQVI*                                                   
>Bdis_5g13663                                                                   
MTFCADFDARRASPADLRVVTSDGQSIAAHSYVLATASPVLERMIDRARRGWGAAECTIRVLGVPTDAVRAFLHFLYSSK
VAPGEEDLVGAHGAQLLALAHAYRVGWLKRAAEASVSARLAPERAVDMLKLAGLCDAPRLYLRCARLAAKDFAAVEQSDG
WRFARRHDAALELQLLQLLEDADQRRERWAREKAAQEACRQLGEAMASLEHVFFGDGAGAGTCAGAECTCQGLRLLMRHF
ATCAKKIAPGGCARCKRMLQLFRLHASVCGRTDQTCRVPLCSHFKAKAQTEKTDKTWRLLVKKVTRAKAMSCLTNRKVPE
VVAMSWARYNSRVAKLR*                                                              
>Bdis_5g22350                                                                   
MDLTAPSFSLGIDFDDPPPPAAAAGSDRRGQARGYEAPDAPSFSLGIDDDDWGVREPQLPAGSRREEQAPRYEAPDAPSF
SLGIDDDDGGGGGPHLPAVSRREEQARRYEAPDPPSFSLGLDDDEDDFLAGGQRHEQARPQVATGDPSWPDDEDDGFLLA
GGKRPDPARGGTLERDSMPLQPGTTRLKRLRRGPAPPPCAPTPPPPRAPAPAAMGATPDFNGKAALGAILSLEDDIEDLT
TDDERPPRGMPPSVGSCRTSSNSKSSLLNNSVLTSQSTSKSKTKKFTQMSNSVASKPLEESYTKKLLPKITVSPLRKIHL
LDSDTDSDDNKNQKKAKKPVSPIKRRQESIHNYVQKKPTIQHNDKSEGSTIVQKSNNVMNDSWATPALDEFCSEYFKSVT
DSRLPQQKEFNGSSGSKVSRPYNSLGELGEHFQQQSIPSGGVLEEDLTDSQPPAMHYFFHHDLMVQKLVRERLPHFIPIG
TQASQGNEYSGVENLNYRNQFGRSGDANDRWVTPNRRTSVPTDVGKRRVHASGSQSGSGRWFTGEDGRKVYVSKNGQELT



GRGAYLQFKKYLTASRAVPFIGHVYLTRCATERVTGTHDMVVANYSLLSGHMGAGAAVSSAPFTVGGYEWVLKFYPDGAT
LDDTGCASAYLYLNANRNALSGARIKASFTLSLLVGQGGGKLKASSCFVGRRRRKSTRDFLAGPGWGWGASGFGHFFWKP
LLRLSRGSCLLSGNAKFFDDQGTLSWGYPKFVEKSKMEDTAVLNSDSWIIRCLLAARSPVFKAELFGPMKDKSTQLVKID
GIEPPIFEALLHFVYTDSIHDDEHNKEGSTAELQHLLVAADRYGLDRLRMLCESELCESIEVETVATTLVLAAQHHCKDL
QEACLEFMAPRNVLGAVMATDGFKHLVETCPLLMKEILEKICPPGPDPCSWPSPKRLSWADACDDEENGEFVPDSIPLPD
CLRPQPQPLPMQIVPGCPRIYLPPQRRSSAVTPTSSPADLARDPIRVAPHFPEDYFVNLSEQTVCEAAVDKEQFHSHGRE
FLILPWSAERHSEWTAMPFHVHLCVENLPGRLSRLIDVVEDLTELTPAREAEPARPRGRQVIKGYTWSFGSLDSGRRDDA
RRPPPPETYSCQEGRHSSHRDDRDHDDERDGHRDRSGRRKETLPSIKARPAPYPQRRGVPAHASLHAGGRRHAASVGPVH
HQGGASSLLCLPTRRASSTSAPDPSLPFTDLDDCITPEPQTPSSFDSFVASITKELPPAILDLAPPPSPPVQTAVADSVP
FVRRSARLAGRPPGLSSTLSAQALLARRLGSLLPSAPFDGTAQAAYIKLFDGPLSDDAVAAIDGLVKEAKKAKKPPAVLG
AGRGRGHGPGHGVDRGRGIPAV*                                                         
>Bdis_5g22356                                                                   
MANKSTSVVTDGQCQSETSSSCFTESFTTTHNFEVTGYSLLDGIGVGKSVSSSTFSVGGHDWNIRFYPDGNSKISADSTS
VFLYHLGPAKDVRTKFTLNMSYKEGKEVANFGALEHTFSPESDNWGYPDFVKKVKLKPSPDINSGCLMIRCVLIVIVIRE
PHKRVRLEAPDSNLKDHLRQMWKDGQGADVTFSVGGQMFNAHRCLLAARSPVFKAELFGPMKEKELQCIQIDDIEPAIFE
ALLHFVYTDSMPDDERSKEDMTSKLQHLLVVADRYGLDKLRVLCESKLCENMEVETVATTLVLAEQHHCKDLQEACLEFM
APLNVLRAVMATDRFKHLLASCPLVMKDILDKVCLSEESLSDDK*                                   
>Bdis_5g22362                                                                   
MGNSSTSAANHGQPSLPKTSSRCVPESFTGAHDFELTNYPLLDDGVGVGKFVSSSTFSVGGYDWAIRFYPNGWKEGFCAG
NVSAYIYCVDLAEGASVTTKFTLNMLEKEGKAKVTNYGRTGEHTFSLPINMCGYGNFAEKSKLESLSRTANNGNFIIRCV
LTVIKEPRTERSDLIVLVPQTNLAGHLGRMWKDEQGADVTFSVGGQLFSAHRFLLAARSPVFKAELFGPMKEKSAQLIKI
DDIEPPIFEALLHFVYTDSMPDDEHCKEGRTEKLQHLLVAADRYGLDRLKVLCESELSKSIDAKTVATTLVLAEQHHCKV
LKEACLEFMVPPNVLRAVMATDGFRHLLASCPLVTMEILDKMCRSE*                                 
>Bdis_5g22370                                                                   
MASNANSAVNPAGPKTSSRCVTESSTGTHDFELPNYRLLDGMGVGNYVSSATFGIGGYNWAIIFYPDGGNNDCAGYASAH
IKCLNPTDEVRTKSTINMLHQDGEKQVQLTDCDEGAGDVYSPAKLRWGYTKFVEKSKMKSVTQSGSGSLIIRCVLTVIVK
HSTEVTRKTNLVVVPGPDLQGHLRQMWKDEQGADVTFSVGGQLFSAHRCLLAARSPVFKAELFGPMKEKSIQPVKIDDIE
PLVFEALLHFVYTDSMQDDEHNKESSTAELQHLLVAADRYGLDRLRVLCESKLCEGIDVKTVATTLALAERHHYKDLKEA
CLEFMVPRNVLRAVMATDGFKHLLASCPWVMIEILDKTCRSFIRHVFPWHNPALYVCVVRCIFMA*              
>Bdis_5g22375                                                                   
MGVGWFARSSTFRAGGHRWHIQLYPDGCSKHCAGSTSAFLVCVLGLGERHAPEVRTRFSLNVLPQKEQEQEGRPEARSDK
LTDFPVKDGIFSPTADNKEFDYGYPVFFHNSKLVPSKHLDDDGCLTVRCVLTVVKNKKTTRVRVKKSAVVAPPPKPDLQE
QLARMLKDGEGADVTFSVGGRLFPAHKCLLAARSPVFRAKLFGPTKEDSSTRCVQIDDVEPAIFEALLHFLYTDCMTEEY
KEGETENLQHLLVAADRFGVDRLRVLCEGRLCNSINKRSVATTLVLAEQHGCKALRKACIKFMARSRATLRAVSETEGYS
HLVASCPNLVLEILSVVGKLPVSETAVVIKPASRSVDAFSRRLR*                                   
>Bdis_5g22400                                                                   
MGDHHRDSILGAPGHCLPKTSSMSMTDSVTAVHDFRVTGYSLVDGMGVGRYVSSSTFTVGGLDWAVRFYPDGSSTTCLGN
ASAFLYYFSREKDVRARFTLNLLEKDGRLSPVTNSHMKHTFSPASDNWGFIKFVEKSKLQGSPFVENDCLTIRCLLTVVK
ESRTEDVEMNSIVVPPSNLHLDFGNMLTDGEGADVTFSVCGQLFRAHRCVLAFRSPVFRAELFGPMKENNATQCIKIDDM
EPLIFEALLHFIYTDTLSDTCKDGKAAAMQHLLVAADRYGVDRLRLLCEKKLSDSIDVETVATTLALAEQHHCSQLRQAC
IRFMASPNMLGPVIETDGFKHLVASCPLIMKDILGKVSLIWSDKSCEK*                               
>Bdis_5g23307                                                                   
MATAKAFIGSKSPDCFQLRDPNSWVCLTELASDVVVEVGEVSFHLHKFPLINRSSTLQKLITSSPTSDDDNKQPCTVNLD
DLPGGPATFQLVAKFCYDVRIELTAANVVPLRCAAEHLGMTSAGSASAANLAELTESFLRDAVLPNWDASVRALQTCSGN
ASALLSRYAEELGVVSRCVESLASKACADPTLFGSPMLAYYTAKEDSESASGSAAVMWNGIATAGKPRAPGAGWWYKQAT
SLHFPFYKRLISEMKSKGMSPHSVGGSLMHYATRHISGLNTRKLLGAAASSEPETTTTVVTDVDGERALLEEIVALMPPE
RGAATARFLLAALRTAAVLHAGEKCRSALETMAGAQLEEAALEELLIPNVGYASETLYDVDSVQRMLERFFVMAAEYEGE
LSPEIVMADGGDGGREVSGGELAAACGAVAKLVDGYLAEVGSDAGLKLSKFQTVAALVPDHARPLDDGLYRAIDIYLKAH
PGLTNTEREQVCRLMNCQKLSLEACTHAAQNERLPLRVVVQVLFFEQLRLRTTVAGWFFVSDNAVAAADPQRPGSSNSSS
RPRKSFAGGLGDIESAAGSEEEDDDEAEIEDHDCRSSSEQASVEEIRQRVVELEEECSSMRHEIHRLGKPKGALGRLFRK
LGLANAGGGKSSSSRQLLKSSSEGKRSRFLDLGC*                                             
>Bdis_5g24790                                                                   
MGAGQSVPADAAAAAATTASVSQIEKVTSIHEFTISEYSRTRGMGIGKSVLSQCFDVDGRRWYVRFYPDGYCTADAAWVA
FYAQTLYKPQLRAVRAEFSFALLNADGDPVYTRRSDRACKYDTLCNSWGIRRFIGRNQLEAAALGAVHGDDSITVRCIVT
VHKDRRRSLKSRRLFNRHGLPEAPPSCHAANFMRFLATGKAPFDVRFDLGGEVFEAHRMVVAAQSPWFESLLYGHGSESR
SNTVEINADTDDDDAITPAAFAGVLYYIYHDELPDEASAVVACQS*                                  
>Sbic_01g005590                                                                 
MEDEDAGPGGGGEASPPHHAAAASGDRARDMAASPTRSRSVTQTVNGSHRFVIQGYSLAKGMGVGKHIASETFTVGGYQW
AIYFYPDGKNPEDNSNYVSVFIALASDGTDVRALFELTLLDQSGKGKHKVHSHFDRSLESGPYTLKYRGSMWGYKRFFRR
NALELSDFLKDDCLKINCTVGVVVSTMDYSRPHSIEVPESDIGYHFGTLLDTQEGVDVIFSVAGEKFHAHKLVLAARSPF
FRSEFFDHESGEEKNETDTKDEIKEIVIDDMDPVVFKAVLHFIYRDNLVDDDELSASSSDCSIFDSLAGKLMAAADKYEL
PRLRLLCESYLCKHISVNSVATTLALADRHHAVELKSVCLKFAAENLSAVIRTEGFDYLKDNCISLQSEILRTVAGCEEP



CSSGVKSQSVWAQLSDGGDTSGRRVRPRV*                                                  
>Sbic_01g006980                                                                 
MQGRRKNTREMAREQPQPQPPPAAAAASSKGQAWFCTTGLPSDVVIEVGDMTFHLHKFPLMSRSKKLHDLITNKESREAS
RRGRGAEQEEDAGEIREEELDVVLEEDEEADVHRIRLPEFPGGAEAFELAAKFCYGVKLDLTPATAAPLRCAAERLGMSD
DHSEDNLVSRADRFISQTVLRNPRDAIRALKSCEGLLPLADDLGVVSRCVDAVAAKAAASTPTALFGWPIADDARAGDRQ
RRKNGAAAGATWFDDLAGLSLATFTRVIAAMKEHGVGPEVIEGALIAYAKRSIPGLSRTGRHVGGGGGAAAAPPSSDGEQ
KALLETVIANLPEETIKSSAHTGTAVGATTARVLFGLLRTANILHASEASRDMLERRIAARLPDAAVDDLLIPSYSYLVE
TLYDVDCVERIVRYFLEGRDVADEGNEEEGSEAETPGREASRRAMLAVGRLVDAYLGEIATDANLKPDKFCDLAWALPDG
ARVYDDGLYRAVDIYLKAHPGLSEEEKEKVSGVVDGRKLTLEACTHAAQNERLPLRTVVQVLFFEQLQLRRAIAQTIMAN
EGGAAGSGEEGGESDGGGTWRVAARGNQMLRLDMDSMRNRVHELERECTSMRKAIDKMDRRGGAPVDRGAPSVPADGRWG
AIVTKRFGCKFPAQVCQSQQRTVVARTRRPRIEQSP*                                           
>Sbic_01g013680                                                                 
MASVKLGSKPDAFKRQGQAWFCTTGLPSDVTVEVGDMSFHLHKFPLLSKSAFLERLIEENSDQEECIVKLNEIPGGAKSF
ELVARFCYGVKIELSPANVVYLRCASEHLEMTEAVAEENLIAQSEMFLNQVVLRNWKDSLTALETCDDLLPHAEDLQIVK
RCIESLASKATTDPNLFGWPIREHGMMQSPGGSVLWNGISTGARPRNFNSDWWYGDASSLSFPMYKRLISTMESRGIRPE
IIAGSLTYYAKKYLPGLNRRHSHSMGAVATTSTLSEVEQKNLLEEIDRLLPVHKGVASTKVLLGLLRTAMILKASPTCIS
NLEKRIGMQLDQATLEDLLLPNFSYTMETLYNVECVHRILDHFLAMDQANGGESPCLDDVMASPSLAPITSVAKLIDGYL
AEIAPDINLKPPKFQALASAIPEYARPLDDGLYRAIDIYLKAHSWLSEGEREQLCRLLDCQKLSLEACTHAAQNERLPLR
VVVQVLFFEQLQLRTSIAGCLLVSDNLEGSRPLRSGITTSGEAGGWATAVRENQVLKVGMDNMRMRLAELEKECSSMRQE
IEKLGGRAGKGGGGGGWASRVVPRRLGLKVRSQMCSAQEGSVSEQQRSMSAKLDKLQAKVSKQKKQLAVDA*        
>Sbic_01g013780                                                                 
MPGSSPSPAAGYSGSGDGSHSASAIVAGAVTGSHVLKIVSYSRTKEVPNGQHIDSRHFYLGGHTWYVEYHPNGSAADNVD
FISLFLAIHGAVPGKAAKAQVTISLLDQGGKPVPCYSKVAGFVDFAVKGSWGFPKFIERKALEKSEHLKDDSFTVRFDVT
VMRDIQTVGTPSVVVPPSDMHRHYRDLLLSKEGADVKFRVGGKTFSAHRLVLSTRSPVFKAELFGPMKESTSTKAIRIED
MEPEVFDTLLTFIYTDTLPETKEGEECAMAQHLLVAADRYNLERLKLICEDKLCKYIDTDSAATILALAEKHNCHGLKDA
CFAFLSSAKNLDAVMETDGFDYLTVSCPSVLKQLLSKFVPR*                                      
>Sbic_01g014760                                                                 
MKYMKLGSKPDVFQTEGSNIRFVATELATDIVISIGDVKFYLHKFPLLSKSSRLQRLVASSNEEKNDEVDISDIPGGPSA
FEICAKFCYGMIVTLNAYNVLAARCAAEYLEMFETIEKGNLIYKIDVFLTSSVFRTWKDSIIVLQSTKSLLPWCENLKVI
NHCIDSIASKASIDPSEVEWSYTYNRKKLPSENGIDSHWNGVRKQPMVPSDWWVEDLCELEVDLYKRVIMTVKAKGSTPA
VVIGEALRAYAYRRLLGSLEDAVSNGVDCTKRRAALDAILFLLPAEEGSVSCGFLLKLLRAACLLGSGESHRINLIKRIG
TQLDGASVSDLLIPPNTDENNTYNIDLIMPIVEEFMLQNSDSGKEKFQDDEEIVEIENVTSVSSTSKLAVAKLIDGYLAE
IAKDPNLPLPKLIALAEMVSSLPRPTHDGLYRAIDMYLKEHPGLSKSEKKKLCGLMDCKQLSQDACMHAVQNERLPLRVV
VQVLFFEQVRASVASARSDPSSELPSVVRSLLPRENGNSIGSSRSAATTTTEEECGVPTSSDINSLRSMRLANNSGGSER
SSGSSDINKNSDDKSTAGKAKGMLMPKKILSKLWSGKTNAGENSSSDTSESPGSVNPEEVKSTQSRITRRSVS*      
>Sbic_01g015810                                                                 
MAGGGEPSRSASTIVANTASGYHILRIDGYSRTLATPTGEYIASLPFTVGGLRWHIRYYPNGNKSEDKDGISLFLYLHDS
VAKPVKAQFGFRFVGDVAEQPLTLGGMHIYDNQSAWGRPQFIKREVFEASKHLLDDSFAIRCDVVVTTEFRTEEAPEATT
PADSISVPPSDLHQHLGGLLLNEKGADVVFDVAGETFAAHRCVLAARSPVFSAELFGAMKESNAGGGVVHIEDMEPRTAK
EVEEADVVDDDDDEEGVFSQHLLTREVEEGGIDDDDDEDVLSQHLLVAADKYNLERLKLLCESKLCEYIDVGTVATILAL
AEQHHCHELKKACFHFLSSPANLRAVVASDGFKHLSRSCPSVMEELVAMLGNLVP*                        
>Sbic_01g015820                                                                 
MAGGGEPSRSASTIVANTASGYHILRIDGYSRTLATPTGEYIASLPFTVGGLRWHIRYYPNGNKSEDKDGISLFLYLHDS
VAKPVKAQFGFRFVGDVAEQPLTLGGMHIYDNQSAWGRPQFIKREVFEASKHLLDDSFAIRCDVVVTTEFRTEEAPEATT
PADSISVPPSDLHQHLGGLLLNEKGADVVFDVAGEMFAAHRCVLAARSPVFSAELFGAMKESNTGGGVVHIEDMEPRVFK
ALLYFVTQTYANGKENKSQRQR*                                                         
>Sbic_01g018710                                                                 
MPTFDTASAIVSAKSTIGRHLLHIEAYSAAEVYRGQPSSISASFSIGGRDWCIWYYPHGLPEGPSDYISVFLVLEDDIPE
PADAEATFHLLDLHPVHGLQKVLAKREVLEASEYLVDDCFMIRCDVTVKRRCYTENRGHVPPSDLHRHLGDLLASKEGAD
VTFQVAAETFSAHRSILAARSRVLKAKLLGRTTTGTGACCVIRISDMLPRVFEAFLHFVYTDSLPAEVMMTGWQDDEDDG
SMAYHLLEAADRYDMQRLKLICEEKLCWQVEINTAATMLMFAQQHRCHRLREACVDFLRCPHALNAVMATEGFQHLVQSC
PALLKDLISKLARVD*                                                                
>Sbic_01g018720                                                                 
MTTTTSDSASAIIEGGSHTGSHLLHVEGYSRTKELPNQQSIIHSESFNVGGRTWRIQYSPRGQGGIHSKHIWLKLVLMDS
IDHPYPPRARAAFVFLDQAGNEVPAYTRRVEWNWYAHGGYRFIVLIEREAVEAASPDLVVNDCLKIRCDVAVYIRYRRET
RGPSTEGADVTFQVAGEAFRAHRCILAARSPVFKAELFGAMKESTSTGACIRIGDMLPQMGAGQEVVLMAQHLLEAADRY
AMQRLKLISCHGNQRI*                                                               
>Sbic_01g021370                                                                 
MAVSKVADCIYLALALDEEDIAEAVKVQFQFNLVDKAEKQLPSNIHETEVTNFSKEILCWGSAFMKRNELEKSKLLKDDS
LTIKCDIMVTKDVDINRTGANTAPFVVVTASDMIQHLSSLLQSTEGSDVTFDIGGEIFAAHRCVLACRSMVFKGLLLGSM
NEGTTAARSAVFRAELFGPMKEGTTTGVIHINDMEARVFKLMLTFIYNDSMPNINEEEDMEEDEEKDDDVDDIEVMWQHL
LVAADRYDLQRLRLMCENKLYGYINATKVASILELAEQHHCRGLKEACLDFLNFPLN*                      



>Sbic_01g021380                                                                 
MSFAGVSFIGSGGLSGRSTPATAASLVTDSGYHLLVIDGYSRTRETTPNGDCIKSSPFRVGGHSWCIQYYPNGRVSEVAD
CIHLALVLDEHNIEEAVKVQFDFSLVDKAEKQLPSNIHETEVINFSNETPCYGCAFMNRNELEKSELLKDDSLTIKCDIM
VIKDVDIDRTGANTAPFVVVPASDMIQHLSSLLQSTEGSDVTFEIGREIFAAHRCVLACRSTVFKGLLGSMNEGTTAGVV
RIDDMEARVFKLLLGFIYRDSVPEKEAEDDDVMWQHLLVAADRYDLLRLRLICEQKLCTYINTTTAATILALAERHHGRG
LKDACLDFLTRAHANLQEVTVLGGLDHLASTCPLVLKELIVKLVSPNKKARIDVNTAFVTVPASDMHQHFTHLLQSGEDT
DVVFEVSGEKLHAHRCILAARSAVFRAELFGPMKEGTTTGVIRINDMEARVFKLMLTFIYSDSMPDINEEEDMEEDEEKD
DDVDDIEVTWQHLLVAADRYDLQRLRLMCENKLCGYINTTKVASILELAEQHHCRGLKEACLDFLNFPPNLQQVMAAGGL
SHLSSSCPSVLIDLIAKLAYLKPSDEL*                                                    
>Sbic_01g021390                                                                 
MSFCGVSFVGDSCLPPSTSSTPLLVGGFHLLVVNGYSRTKQDTPNGKCIRSNYFKLGGHRWIIEYYPNGYEQENTDYISF
YLVLDEHNIVEPVAAQYVFSFIGQVQSPESSLLVGERGAHFFSSTDAYSLACVMKRQSFEKSKHLRNDSFTIRCDLSMTK
NVNIGEAGAAVWFVNVPPPDIQHHLGNLLLSQEGTDVTFQVGDDKFMAHRCVFAARSAVFKAELFGAMKEGATDTVVHID
DMDAKVFRQLLGFMYTDFVPDFEEDEEEEYMWQDLLVAADRYDVPRLRLICERMLCPYINTDTVATMLELADKHHCNGLK
DACLDFLNSPANLQEVTAAGGLNDLTISCPAVLIELIAKLTSSLKLDK*                               
>Sbic_01g021410                                                                 
MASMSFAGVSVVGEVRPPQPAAATTAVTYSGYHLLVVNGYSSLVKDIPNGDCIESRHFRVGDYRWTLQCYPNGYGAEQDG
FMSFYLFLDQGNVVDPVMVQYEFSFVVDQVLQNQNYCPALLDGAKQTLRFFSRYPYSFSLPYLTKREIFEKSKYLKNDSF
TIRCDIVITKDVNINEAGGTVPVSNVLPPPPDIRQDLGDLLQSGAGADVTFQVGGGTFRAHRCVLAARSAVFKAQLFGPM
KEGTTTGVVHVRDMEEKVFKLLLGFIYSDSVPEVDDIEKDEIMDSGAGALPPVFDVPESDLHQHLSSLLLSEERTDVTFR
VGGETFRAHRCLLAARSAVFRAELLGPMKDTASDVIRIDDMEARVFKLLLTFIYSDSVPETKEDEKEEVSENDDHADANV
MWQQLLVAAEGYGIQKLRLMCETKLGRYISTKTVATILALAEQHHCRRLKEECLDFLDCPAHLKQVMAVGGLDHLRSMCP
SVLIDLIAKLAAL*                                                                  
>Sbic_01g021440                                                                 
MSAPQPQSAALVVNEPRSASAIVGDVEGYSRTKDELPTGKSIRSRPFSVGGRQWSIRYYPNGTDSECADFVSFVLFLAKS
AGGPMKARVRFHLLDRAGNPLPSKSRTTGPCEFSPGGSGYGFSIIKREFLEKSEQLLMNDSFKISCDIIIPMELRTEDRI
VSLLDAVPPPDLNQHLSDLLMSKEGADVTFQVAGEAFSAHRFLLAARSRVFKAQLCGAMKESTATGDCIRIDDMLPQVFK
ALLQFIYTDSLPQMEEQQEAVMAQHLLEAADRYDMQRLKLICEEKLYRHIDVSTAATTLVLAEQHCCRGLKKACIEFLKS
PDALEAVMETDGFEHLTKSCPALVKELMSELYVFKQCKRRKLKA*                                   
>Sbic_01g021460                                                                 
MPTHLPPPCATSDARSAIIGGEVTGHHILDIEGYSHIKEQLRHGDSTTSLPFTVGGCSWYISYYPNGCRHSADGFIGIFL
CLERSRGAAAACVKARVKFSLLDRAGKPVPSHSHTTVLIFDDKIFVSADYPCCFGFAEFMRRADLEKSEHLKDDSFTIRC
DITIANKLCKERRRAAYGLTLVKVPPSDLHHHLGELLASKQGADVTFRVAGETFRAHRYILASRSPVFQAELLGPMRESH
AASSVVEVQDMEAQVFQALLEFVYTDALPQDMTREEEAVICQHLLVAADRYSMERLKLVCEDRLCRHIKVASVATTLALA
EQHRCRGLKEACLQFLESPAVLNAVAADEGFDYLANTCPSVLKDLILKLTDCHLDLWGKQVS*                 
>Sbic_01g021770                                                                 
MAPTVSPSAPIASDDRFASAIVAGSTSGFHVLRIEGYSGTKFTIPNGQHVESHPFRIAGHTWTISWCSASSTKWISKGRL
TSVVSRQTGSSVTTASFMELEQSDRLRNDDCFTVRCDIIVLSEPRAEAARLAAGNSFVKIPPPDWSEHFRELLRGGKGAD
VRFLVGGETFAAHRCVLAARSPVFGAMLLGPMKEDTTTQNQIQSCIPVTIDGMVPQVFRSLLHFIYTDSLPAETEDQGNN
IYRGWHQRHNVAAFA*                                                                
>Sbic_01g021780                                                                 
MAPVIPSYRRIDRDDRVPLVSASAIVGGADSGYHVLRIRGYSSIKVAFPNGSHFDSHPFRVAGHTWVIRYYPNGDRPETA
DHISFYLRFMDQVGPGEEVMAQFVFSFIDQVEMQKPAFVGNLEARRFGTNGSWGNKEFIKKESLEQSNRLKDDCFSIRCD
IIVAGLPRAEAAAAFVVAVPPLELPQHLGALLLAGKGADLRFLVGDKTFAAHRCVLGARSPVFDAMLFGQMKEGTATENC
IRIDDMAPQVFQTLLHFIYTDSLPETIEQDDSGATMAQHLLEAADRYDLQRLKLICEDRLCQQIDVSTVATTLALAEQHH
CQALKEACFEFLKSPKTLDEVSATDGFQHLVKTSPSVLFQLMSKLAER*                               
>Sbic_01g021790                                                                 
MARASSSSSSIVANSASGSHVLKIDGYTRTKGLATGIHLRSCSFRVGGHSWHLAYLPNGDTEQNADFISFFLVLEDPPAN
GAPVLAQFCVALLDRAGKPVPSQTQAHPVTRFTATAAHWGFNMFIRRQMLERSRYLNPKDDSFCVRCEVSVVTGFHAEDA
ASVAAAAAAAKAAAAACVRVPPSDLSRNFGELLRSELGADVRFRVEGEDFAAHRYVLAVRSPVFMAQLFGAMKEAKGDCW
VEIDDMRADVFRNFLHFIYTDELPKPDEPNNNEEALMAQHLLVAADRYGMERLKLMCEDILCKHIDVSTAATTLALADQH
RCQGLKEACFQFLKKSPGSLNAVMATDGFDHLANSCPAIIKELMSRLAATHSN*                          
>Sbic_01g021810                                                                 
MPSPGDIGGTLSASAIAGGTMTGHHLLHIDCYSRSKAELQNGEGIKSCPFSAGGRSWFIMYFPNGVRSIVEEFISLYLRL
DQIAADQPVKARVRFSLLDQAGEPVPSHSHITPLHGFCAAYPDFGFGDFIKRSRLEESEHLKDDRFTIRMPAVAVPPSNL
HLNFGDLLSSKQGADVTFLVAGETFEAHRCVLAARSPVFKAEVFGRMKESTRGAVIRVEDMDAHVFRALLDFVYTDTLPD
FQSSMKKQEEAALAQHLLVAADRYNLERLKLICEDRLCGHIDTASAATILALAEQHYCRGLKEACFRFLSTPWTLNAVMA
TDGFDHLTRSRPSILKELLSNIAARLPVHVNKAR*                                             
>Sbic_01g021830                                                                 
MASGYHDLQIDSRLLDATSVPHGESVLSCAFTVGGHTWRMMCYPNGSRSAAGGYVSMFLRLDEEVAKPVPAQVEFSVMAE
KRALFLVRSKKKKVPSTKKEFVTTSDFASRRHNVGYPNFAKREDLLKMVRRQDDPLTIRCHIVVFNGHRAVQQFPKQQAA
ASAVHVPPSNLHTHLGDLLSSKRGADVVFEVGGETYPAHRCVLAARSPVFAVELFSSMRESDAAAGGVVHIDDMEPQVFQ



ALLHFAYTDTLPEMRTPEEGVLCQHLLVAADRYDMERLKLICEDKLCRYIDVGTAAIVLTLAEQHRCHCLKKACIDFISA
PANLKAVVASDGFEHLSSSCPSITKDLLAMHAS*                                              
>Sbic_01g021850                                                                 
MARTGCGCNSELSRSASSIAADTARGYHILKIDDYSLTKGTPTGEYLKSHPFTVGGHHWHILYYPNGWKSEYADFITIFL
KHDGSVANLVKAQFHLRLVDDVGEEPVTLFAATSFASNVGCGYPQFIKREELEKSKHLKDDSFSVQCDIVVVNEFRAKVE
MAVESPPRFVSVPPSDLHQYLGDLLRSEKGADVVFDVGGQTFAAHRCVLAARSPVFSAELFGTMKESNTTGVVRVDDMEA
QVFKALLYFVYTDTLPKTEEAGQGEERDEGKEEDDDIMSQHLLVAADRYNLERLKLICEEKLCGYIAVGTVATILTLAEQ
HNCHGLKKACFHFLSDPANLRTAMAMATDDFKHLNRSCPAVMVELIGMLVT*                            
>Sbic_01g021860                                                                 
MSSASGRSKPSRSASASTVFADNAGGYHDLKIDGYSRIKGIPAGVPIKSSPFSVGGHRWRISFFPNGDRTANSGCIALFL
FLDEDVAEPLTARFEFAFMGEERASFFRSRKRTEEKVRSLPAVVTSFGSRTGRWSSGLLSTNALDSYVSKHGSLTVRCSI
VVFKEFLAEEPVTPTTFVSVPPSDLHRHLGDLLQTEKGSDVVFQVGRETFAAHRCVLAARSPVFSAELFGAMKESRTQAD
VVQVDDIEAPVFKALLCFLYTDSLPEMRQEDEDVMYQHLLVAADRYDMERLKLMCEHKLCEYIDVGNAATILTLAEQHHC
HGLKKACFSFLSNPANLRATIASDGFKHLSISCPSIKKDLMSMLES*                                 
>Sbic_01g038420                                                                 
MARVTFSLLDQEGNPVPAYTFTTQMCNFSVNKSQGYENFIRRVDLERSGHLTDDSFSVGCYVVVTKEAAASSTAVAPPPP
SDMHLHYGHLLSSKQYTDVEFLVGGETFLAHRLVLAARSPVFMAELFPLMNEVTAAEEVVQIDDMEAQAFKALLTFIYTD
TLPEFNQHEDDDEMTMIQRLLVAADKYKLQRLKLTCENKLCRHIDIGSVATILVLADKYHCEGLREACFEFLSSSATLSV
VVETDGFLYLTQTCPAVLKDLISNIVAHQLERTDPFSVNK*                                       
>Sbic_01g038430                                                                 
MTTTLASSDGDVPPPWSIIVARGDDDAPPPRSASTIVAARANRVLKIDGYSSTLKARTLRSFSFSAGGHTWHINYRCTGS
SDNSSTDDDDYISFYLALEDEVDEPVMGQVTFSLLDQNGKPVPSRTRTTRLFSFSLSDSFGFQNFIRRKDLEQSGYLKDD
RFAISVHLVITKGSPSVKVPPSNLHCHYGDLLSSKQGTDVEFIVSGGERFTAHRLVLAARSPVFKAELFGLMKEGTTTDA
IQIDDMDAQVFEALLIFIYTDTLPKIDDEEDEAAMAQHLLVASDMYGLQRLMLICEDRLCNHINADSVATMLVLAEKHHC
VRLKEVCFEFLSASTALVEFTESSDFLYFIQSCPSVFKDLIYNVVAAHGK*                             
>Sbic_01g038440                                                                 
MATTLASNTGDGPAPSSASTAVTTRANHVLKIDGAGGHTWHINYRRRGSSDNSTDYISFYLVLEDVVDETVSAAQITFSL
LDQDGKPVPYHTHTTKAFNFSPGSSSFGFDNFILRKDLEESKHLKDDCFAIGVHVIIIVTKQEASSSSSSVKLVPLPSDI
HRHYGDLLSSKLGSDVKFIVGGETFAAHRLVLAARSPIFKIKLFRTSTCKDEGTTPDAITINDMDAQVFKAMLSFIYTDS
WPEIDQENEAAIAQHLLVAAERYGLDRLKLMCEDRLCHGIIDMGSVTTNLVLAENHYCHSLKKACLELLGSSTALAEFME
TDDFRYLTKSCPGILNDLICNVVARERERTKILLGNKGRQCDSIDIRLQPWKNSAAAQKDQVKIMLSNTSFYSGTSFV* 
>Sbic_01g043470                                                                 
MEERRLDTPAMRRISDWIMSQEFPSDITIQVGEATFNLHKLPLASRCDYIRKQVSGINGSRVTHIDLTGMPGGAAAFELV
IKFCYGENFEITEDNVAMLRCAAEHLEMTDDSMGGNLAARTEAYLEAVALTSLAGAVTVLRRSEDLLPVSEEVDLVGRCV
DAIAYIACNDSQFSMPMGSNTNGNAGMDVSSFKAIDDWLADELTSLRIDTFQRVLIAMKAKGFKGIALATLIMLYAQKSL
RRLDTHGREKEKMDPRQEHEKRVVLETIVSLLPKEKNSLSVSFLSMLLRAALCLDTTLACRLDLEKRMAAQLGQAVLDDL
LIPSSSPDAGTTFDVDAVQRILVGYLEHEAEAARLDYNTDDDFISTASPPPNDVGMVGRLLESYLAEIASDVDLPIDKFT
GLAEMIPERARFNEDGMYRAIDIYLKAHPHLSEAGRKKVCRVMDCQKLSREACAHAAQNDRLPVQTVVQVLYHEQRRLRE
APKAPSPPYRPAPTPSLQGRHARTVLDEVSRLQRENEELKMELLRMKMHMREPPAALPQPSGAPPPGRRPPPKKAAGGSG
GFMNNVSKKLGRLNPFLRLDAVGTEPPKDRRRRRSIEW*                                         
>Sbic_01g043540                                                                 
MKFMKLGSNPDTFQDDGNEVSIAASELVSDITVRIGTTKFYLHKFPLLSKCARFQKLIPTTGDENIEIHIHDIPGGAKAF
EICAKFCYGMIVTLNAYNVIAARCAAEYLEMNETVDKGNLIYKIDIFLSSSIFRSWKDSIIVLGTTKAHLPWAEDLKLVS
HCIDSVASKASIDVSKVEWSYTYNRKKLPTENGHDSPWNGVKQQQFVPKDWWVEDLTDLDIDAYKQVITAIKTKGMVPKD
VIGEAIKAYTYKKLPSLSKVSMIHGDAKVRAMLVTITCLLPSEKGSVSCSFLLKLLKATNLLKCGEMCRKELMKRIARQL
EEASVSDLLIPTVDGDTTVYDIDLILSIVEEFVRQDSKNAQRHNGGEVNDHVSAPSASMITVAKIVDGYLAEVAKDPNIP
VYKFFSLAETVSANSRPVHDGLYRAIDMYLKEHPGLGKSDKKRLCALMDCKKLSPDACAHAVQNERLPLRIVVQVLYHEQ
TRASAAATIRADSIGIGSYESSRSGATTNTEDEWDGVMAVEDLSLSKTTKLDKCHTASTIVEKNHGGNKGANGRVKGGAT
SKKALGKIMSSKGQTGERSSSDSSDSAILPSQEHPKRTPARSTTKSAAA*                              
>Sbic_02g000320                                                                 
MAIPPRTPPPPPSWSRYVTETVKGSHQFTVRGFSLAKGMGPGRHLASDIFAVGGYHWAVYFYPDGKNAEDNSNYVSVFVA
LASDGIDVRALFDLTLLDQSGRGRHKIHSHFGRKLDSGPYTLKYRGSMWGYKRFYKRSLLEASDFLKNDCLVMNCTVGVV
KNRMETPKDIQIHVPRSDMGHCFKELLSRGIGCDITFEVRDEKVRAHKWILAARSPVFKAQFFGPIGKPDLHTVVVEDVE
PVVFKAMVNFMYTDELPSISELAGSASTWTSTVVVQHLLAAADRYGLDRLRILCESKLCDELTPETVATTLALAEQHHCA
ELKSACLRFAAVRENLGAVMGTEGFDYLEETCPSLLSDLLATVAEVDDDPASLDRKRGVCGNQVLAPVESVEATERRTRR
RL*                                                                             
>Sbic_02g002490                                                                 
MPVSTTKPPAPTSATKPPVRRRPAPPRQISGGGSRSPPPAPPVLRALPWLRSMSDLPAALARLLETTTTTTTDGAVGADV
EFEVGGKVFTAHKLVLAARSPVFREQFFGAAKEEATGYVRIWDMHPDTFEALLHYVYTDSLPPPAVLVPVTRGAGRGGAR
REEEAAAAAAVLVQDLLRAADRYGLRGLKSLAETQLCRRNNVVGVDTVLPMLALAERHQCWELKNRCLEFIASGENARAV
MAATDDVEHLARSCPSLVKELVEILEAKEKAAATTSRRRPLMDSADALFFLFLALGFILACILPLRMWGFFEQK*     
>Sbic_02g002510                                                                 



MEYFKNHMTMKIGSCAEANKLGNGSYVKSDSSKAGGHSWRIAFFPNGRLAGTTASMSLFLLLDDDDDNDNAKGARTATAA
AADGDVVHVKFRFMMHEVYDDRSPVFMSGTVATAAFSRRSNAHGFERFVSRDDFEKTALFKRDRFAIQCRLTVFPAGSKR
AAVQMSRSVRPDPSVVQAPPPSPASPKPSVVRAPPPTPTVPPPAPAASPKPPVVTAAPPSPESASPPAPSAAMSSAPPPP
SVRPEQVVAGVSGSPASFPARQRPRAPPLSGLPADLGRLLATKEGADVELEVQGKVFAAHKSVLAARSPVFMEELFGPAK
EEDTSYVRIMPDMSPEAFEALLHYVYTDTLPPEMAMAMASLEEGVVLAEGLLAAADRYELKDLKLLTEQKMCNHVGVSTV
LPLLALAEHYQCCKLKKMCLGFISSCGNTRLVVMATNDLEILARSSPSVIKDVITEILDAREERRRRLINFCIFAFSFIL
PFLLFAIFS*                                                                      
>Sbic_02g003880                                                                 
MDEDAGGASPPPVPLAQAPPPQHPIAVAAAATATAAAPSQRDMAASPTSSRSVTETVNGSHRFVIQGYSLAKGMGVGKHI
ASETFTVGGYQWAVYFYPDGKNPEDNSVYVSVFIALASDGTDVRALFELTLLDQSGKGKHKVHSHFDRSLESGPYTLKYR
GSMWGYKRFFRRTALEASDFLKDDCLKINCTVGVVVSTIDYSRPHSIHVPDSDIGYDFGSLLDSQEGVDVILNVGGERFH
AHKLVLAARSHVFRSQLFDDESDGEKSEVNETDELKEFSIDDMEPTVFKAMLHFIYRDTLVDDNELGASSSDGSIFDTLA
AKLLAAADKYHLPRLRLLCESYLCKGISVASVASTLALADRHRAMELKAVCLKFSAENLSAVMRTDGFIYLKDNCPSLQS
EILKTVAGCEDQCSSVGKSQSVCGQLSDGGDSSVRRVRQRT*MDEDAGGASPPPVPLAQAPPPQHPIAVAAAATATAAAP
SQRDMAASPTSSRSVTETVNGSHRFVIQGYSLAKGMGVGKHIASETFTVGGYQWAVYFYPDGKNPEDNSVYVSVFIALAS
DGTDVRALFELTLLDQSGKGKHKVHSHFDRSLESGPYTLKYRGSMWGYKRFFRRTALEASDFLKDDCLKINCTVGVVVST
IDYSRPHSIHVPDSDIGYDFGSLLDSQEGVDVILNVGGERFHAHKLVLAARSHVFRSQLFDDESDGEKSEVNETDELKEF
SIDDMEPTVFKAMLHFIYRDTLVDDNELGASSSDGSIFDTLAAKLLAAADKYHLPRLRLLCESYLCKGISVASVASTLAL
ADRHRAMELKAVCLKFSAENLSGT*                                                       
>Sbic_02g007170                                                                 
MATSAAGTGGKRKRSGSSSAIFAATASGYHILKIHGYAGTKGTPTGEYLKSHPFTAGGHCWTIRYYPNGYSSQSSDHISF
FLHLDESIAKAVKAQYQIRFVDQEEKNLLTSEPVTSFANQTSSGYAKFIKREEFEKSEHLKDDGSSFAVRCDIVVIGDVR
VEATAAPVYVAVPASDLHQHLGDLLRAEKGADVVFDVGGRTFAAHRCVLAARSPVFRAELFGAMKESDAASGGVIRVDDM
EARVFSGLLHFVYTDMFPETSKEVEGEEEEEEDVVAQHLLVAADRYGMERLKLMCEDKLCKYIDVGTVAAILTLADQHHC
HGLKKACFEFLSSAANLRAVAATDGLKHLTSSCPSVLEEFLVTLGNLVP*                              
>Sbic_02g007900                                                                 
MWCHSCKEGYDEEDAGTCKECYDEASETEEELKREIEELRSRLHFLRLPSPTLDAASAPNCDLLLHAIPSCPSSSGAGGD
GDAARTPDTPAVPAHRVILASRSPVFRAMLENEMEESRSGVIKIYDVSYDVLRAFVNYMYTAEALLDEQMASDLLVLAEK
YEVKHLKAYCERFIISKVNNENAITHYAFAHRHSAKQLLEASLSVLMGSMSTLADREEYKELVEKDPRLVVEIYEAYLNR
QVNTAAGKDTDCSSRK*                                                               
>Sbic_02g010170                                                                 
MQVQNLTKVVRSKDLLLKVEGHSVTTAMSDGELIKSQKWSVGGHDWQIDWRPKNHWAGRHRPVTLNLVLLSEARGGDVKA
KLTCRLVDPTGRLKPSKEKSLSHKFYKSGDYSNPLEATSREDLEASGYLVDDSYTVQCSITVLKGAPAAAAPSNTAATAM
DRGRRPDDAALPSPDLHRHLGELLRKGTGADVTFVVSGKKFAAHKAILASRSPVFMAELFGGMKEVACQRVEVKEMEPAA
FKALLGFIYTDTAPDLLGQNQKGEDDATAMAQHLLAGADRYGLDRLKLICEGRLADRITVDTAATTLALAEQHGCSQLKA
SCVEFIAGYLDAVLETEGYKHLEASCPSVLTDIIRATRRSTN*                                     
>Sbic_02g022400                                                                 
MAEQTKACTVFHARESKSFNLRVNNSATKHLSGDECIHIDVSIPAAAGFTCTAKYWPNWQSSDSIKISVVITRTDDQQHH
YQQRQHKLLAAHIDLPARTGLTPPPVTVRREITVVTTDDDDCNCNQQGTAVRREQPAAAAVVTSTDCKKEGMVVNVKQEA
VTVVTTADCKEEGISLIAKRSDVEASCVVDDHFTAICMVAVSKVWPPLPLPTLSRLEHDILMTSDLTDVSFQVDGETFRA
HRLVLAARSPVFRAELFGRQMAEESSQQEQASSIAVQDMKASTFKSMLHYMYHGLLPAVAAPPVAAAAETEADCRVSEFQ
NLYVAAGKYGLDTLKQTCEEILCASVTTDTVLSSLQFAEEHACLKLKSRCLDFLAIGEKFKAVAITNEYIDLMKKVPSLL
DHVQNRFKRPRLS*                                                                  
>Sbic_02g022410                                                                 
MAGEPSRACDIYRTRDVQGFHFRVSHSATKNLAAGECVEKVLALVNGFRVTARCWPHCWEGIIKLSVVITSMLSQQRLQA
PKVAAASIDLRNRDGRPVRTGRQQPETVVAGDDCFGGVAFYASRDEVEKDCLVDDHFTAICTVTILRDWPPLDLPVPYNL
GSVIFSMPDLSDVSFQVGGHTLKAHRLVLAACSPVFRAMLFGEMVESRASSIAIEDDTRPNTFGCMLYYMYHNVLPPPPA
AAAAGTMMGDDDNAAEMMEFQHLFVAADKYGLDKLKETCEEMMFAGIKTSTVLSIMEFAEECARPKLKAKCLDFLAVPGN
FQEVAATQEYLDLMTKLPSLLAQVRDRCRRPRLVV*                                            
>Sbic_02g024890                                                                 
MKFMKLGSKPDAFQSDGADVRYVVSDLATDVVVHVGQVKFYLHKFPLLSKSSKLQRLVLKAAEEVTDEVRIDDLPGGAKS
FEICAKFCYGMVVTLSPHNVVAARCAAEYLEMTEDMEKGNLIFKIEVFINSSILRSWKDSIIVLQSTKALLPWSEELKVV
GRCIDAIASKTSVDPANVTWSYSHNSKKGGTCAEIVESAGKPSIAPKDWWVEDLCELDVDLYKRVMVAVKSKGRMSPELI
GEALKAYAVRWLPDSYDALVAEDYMRRNQCLVETIIWLLPSDKSSGCSCRFLLKLLKVAILVGGGEHVKEELIRRISFQL
HKATVKDLLLPSTSPNDGTYDVRLVHNLVQRFVARTALSHNGGFIEKSDEKMIELNFEQESTLSVGELVDGYLSEVASDQ
DLSLSMFVELATAVPEVARPVHDNLYYAVDAYLKEHPDINKSEKKKICSLVDVKKLSTDASMHATQNDRLPLRLVVQVLF
FQQLRAGSSKELALIDNGEQACTRPMEDQCDPCERRIPKHPNSLNKQVTSLSARESQHHRISEHRGGRNSFKDQIGGILL
QSRSRRIFDKLWSSKGQGEHGGKGSETSGSSQSPPLSAKPAEVKPSPLPPLRNRRYSVS*                    
>Sbic_02g036820                                                                 
MPRHMRTTTVVSTCTPVTEEVRHVFEIVGYSKHRGMGHDGFIRSGTFSVGGHEWAIRFHPDGYCSSSGNVDTDFISVYLE
LLDKGAKVRASCDLSLVVQNTGLSTSVHKTGPRIFHQGQSSAFAPQTNLFMKRNDLVASGYLQNDRLTIECVVIVMMKPQ
VATTGFLNNIGLPPSNIIENLGSLLETEEGADVRFSVGGETFAAHRLVLAMRSPVFKAELYGTMMEGRSELVTIQDMQPT



VFRALLHFIYTDSLPDMVDHRGDAITEMIRHLIVAADRYAVDGLKLICQSILCERLNVKDVAITLALAYQHNCDRLKDAC
HEFLTASNSNVLDMVIATPGYKNLKTTCPSVLADAFEKAMKRRKT*                                  
>Sbic_02g041470                                                                 
MGAGRVCRGGPSSAHPAAGAGAGRPFPPLAASSSAFPSSAPSETASTSVTKTVNGSHHFKIAGYSLSKGIGVGKFIASES
FNVGGFDWAIYFYPDGKSGEDGAAYVSLFIALASEGTDVRALFELTLVDQSGKGQDKVHTHFGRSLESGPYTLKYRGSMW
GYKRFFKRTALETSDYLKDDCLLVNCTVGVVQSHTEGPKIYTIPVPRSNMALHIGQLLTSGKRTDIAFEVDGEMFPAHKV
ILSARSPVFRAQLFGPMKDKNMKCIKIEDMEAPVFKALLHFMYWDELPDIEELTGVNTTWVSTLMAQHLLAAADRYALER
LKLLCELKLCEDVAINTVANTLALAEQHHCYQLKTVCLKFVALPENLKAVMQTDGFDYLQQSCPSLLTELLEYVAKVGDH
SVSPCLYSTEVLDGGDANGRRVKPRI*                                                     
>Sbic_03g002980                                                                 
MEPMESQLTAVALSDSDSASVEGAAAADAADADLQALRRLSDNLAAAFRSPDDYGFLSDARIAVPGAPDLRVHRCVLCAR
SPFLRDVFARRAASDGEEKDKGRDRGKVELRDLLGDEVEVGYEALRLVVDYLYSGRVAALPKAACLCVDEDGCAHVGCRP
AVAFMAQVLFAASTFDVAELTNLFQRRLLDVLDKVEVDNLPLILSVANLCNKSCVKLLERCLDVVVRSNLDMITLEKALP
PDVVKAIVDARLSLGLVLPEDKGFPNIHVRRVHRALDSDDVELVRMLLKEGKTNLDDAYALHYAVEHCDSKITTELLDFA
LADVNHRNPRGYTVLHIAAMRREPKIIVSLLTKGARPSDLTFDHRKAVQISKRLTNHGDYFGPTEDGKPSPKDRLCIEIL
EQAERRDPHLGEASVSLAIEGDSARGRLLYLENRVALARILFPMEARVAMDIAQVDGTLEFTLGSNANLPTEIQRTVDLN
DTPFIMKEEHLARMRALAKTVELGKRFFPRCSKVLDKIMDDETELASLGRDTSTEKKRRFHDLQDLVHKAFSEDKEENDR
SAARSSSSSSTTSIGIGAVRPRR*                                                        
>Sbic_03g035720                                                                 
MEPSSSITFASSSSYLSNGSSPCSVAMPPPGPPQAPPLAGGEGWGGGVATAGSGSSVEAVSLNRLSKNLERLLLDRDLDC
SDADVEVPDGGPPVPIHRCILAARSDFFYDLFAARGRGGALRGDATAGAGGAAEGAASGRPRYKMEELVPGGRVGREAFQ
AFLGYMYTGKLRPSPVDVVSCADPVCPHDSCPPAIRSAVELMYAACTFKIPELTSLFQRRLLNFVDKTLVEDVIPILKVA
SHSGLTQVIDKCIQRIARSDLDDISLDKELPPEAVEEIKNLRKKSQTADGDGDAFISDPVHEKRVRRIHRALDSDDVELV
KLLLNESDITLDDANALHYAASYCDNKVVSELLDLALANLNLKNSRGYTALHLAAMRREPAIIMCLLNKGANVSQLTADG
RSAIGICRRLTRLKDYNTKMEQGQESNKDRLCIDILEREMMRNPMAVEDAVTSPLLADDLHMKLLYLENRVAFARLFFPA
EAKVAMQIAQADTTEEFGGIVAASTSGKLREVDLNETPVTQNKRLRSRVDALMKTVELGRRYFPNCSQVLDKFLEDDLPD
GLDQFYLQRGTADEQKVKRMRFCELKEDVLKAFSKDKADSSMLSGLSSSSSCSPPQKSAKR*                  
>Sbic_03g036420                                                                 
MATMKLGSKPEIFVLEDLTWRSTTELESDVVVEVGEMSFYLHKFPLLSRSGVLQRMISEYQPPAGGGGGGMCTLQLDDIP
GGAKAFELAAKFCYDVKIELNALNVVCLRCAAEYLRMTDDYAEGNLITQAESFLADVLANWKDSIKALETCEGVLPTAED
LHLVSRCITALASRACNSDAAAPLVRNAGVVVDKDALWNGIRSGDTASAAAAAASGMDWWYEDVSFLSLPMFKRLIQAME
AKGMRAESIAGAIMFYAGRFLPGLKRDTSFSNALASYGADGAGGGGAGGMSSRNITPRAASVSAPSEGDQRYFLEEIVAL
LPTKKGVASTKFLLGMLRKAMLLHASPLCRENLERRIGAQLEDASLDDLLVPNLGYHVETLYDIDCVQRILDYFMSSTDG
IGTGYTSPALAEDGGGSLGIPQGGTPSSSLSPITMVAKLMDGFLAEVAPDTNLKLPKFQALAAVVPDYARPVDDGIYRAT
DIYLKSHPWLSESEREQLCRLLNCQKLSLEACTHAAQNERLPLRVVVQVLFFEQLRLRTSIAGWFFVSDNAAGGDGARPH
SGGGIVPKGAAAIAGSAQAEADDSDVEGDAPEGKETMTDVKARVSELEKECKSMKQEIRRLGKPRRSWSLLPKKCGFGAK
VQQAQTAMSGK*                                                                    
>Sbic_03g042420                                                                 
MECLEFDCSDLFLDGDAIDFPLEIHLESNSSAGAKAAPDHRRHAQLHRSKAPDPPPLPGTSYDAWRISRKAKACRRVPEG
VVDSWDRLFLQGYQSDLRVWTDDDTEILSHSCVLGVKSPVLRAMLEEAKLKDGFRCIRISGAPSEAVCVFIRFLYSSRFE
QEQMKKHVLHLLVLSHVFSVPSLKTVCIDQLERNFLAPDNVVDMLQLARLCDAPRLSLVCTRMIIGDFKTISLTDGWKVM
RRVNPTMEQELLESLVETDTKRQERAKRMEEKKVYLQLHEAMEALVHICRDGCRTIGPRDQALKGSLAAACKFPACKGIE
LLVRHFSTCRVRVPGGCANCKRMWQLLELHSRMCFIPDTCKVPLCRHFKEKMRNLGRKEETKWNLLVCKVLESRGTMAFM
PERRKKLSILTPAGSCHVAPLVGPI*                                                      
>Sbic_03g043250                                                                 
MCEAPRLGYRAAGAGDADAADVDVVTTGGRRRIPAHSSVLASASPVLGSILERRLQKDRESGKPGRSVVRIRGVTDDAAA
AFVRLLYAGRCGDGGEEEEEDDAMEKHAVQVLVLAHAYQVPWLKRACEGAIGARLTADSVVDVLQLADLCDAPRLHLRCT
RLLAKEFAAVERTEAWRFLQENDPWQELHVLQRLHEADMRRRKWRRKRAEQRVYVELSEAMDCLDHICTEGCTEVGPARR
APAPAPCARYATCRGLQLLIRHFSQCHRKSCARCQRMWQLLRLHSALCDRPDRCNTPLCMRFKQKEQEKVAAKAGDDDDK
WGLLVKKVKAARVFSSLANRKQTSTSTQC*                                                  
>Sbic_03g044910                                                                 
MAAPPQPHPPAAVEGAAPAAPLTAAAPGPRPYDVAVAAAELRPVDCNLASLCDHVQAEGFGSGAFSDLVVEAMGATYRLH
RLILSRSAYFRNMLHGPWREAGAPTVVLHIDDANVDSEAIAIALAYLYGQPPKLNDNNASRVLAAASFLDLQDLCTICTD
FIISELWTSNFLQYQLFAESQDYGSHGERVRNACWGYLCQSATLELREVLPKLSSQTLHALLTSDELWVPNEEKRFELAL
FTLLAKVAMCEIQVSGNETNLPSADRSLRKGKTSMDESGEQLLMDSELQNLKLHNNLGNEIPHNIIAISDMNGEAPKRME
NDCSTGGPSGESTSYQFNENNWLSSEQTANNYFSRTSSSGVVPTEWGRPNAPLWGGRVVGRRQGTCIRGISCLSTDEYNA
FMNIFERGSLLYCNMSFDALLSVRKQLEEFGFPCKAVNDGLWLQMLLCHRVQAIVADTCRNCCLTNNSCACKQAYVSSHT
HYRQEHDRSSASGSIGNVYLADGQGDGNGVLGPVRVNVRGAVDGLAGIGRGNSNVPGAAWAPTRYVFSRVPYGLGSRNGQ
QFANDESEPRIDRNGDISADGLTALVNLSQENSAAHLQAESLFETGMQTRYRSVASVSTPGGSSVQMQESKEHELGSDWE
TAEDATISLDMKTPLSHFPPFRFGVEFEDVHRLADGQVKHSTEVFYAGSLWKVSVQAFNDEDPHGRRTLGLFLHRRKAEL
LDPLRKANLYIDPREKVTARYQLICPSKREVMIFGSLKQAGTLLPKAPKGWGWRTAILFDELADLLQGGALRIAAVVQLV
*                                                                               



>Sbic_03g047153                                                                 
MAFPGDGEHAAANTAGDAVVLEITDTSSVSAARAPSSPHPLPVSISDLALIESSSYFRALLGGSFSESGREHVHVSCNLE
AAVQVLRYLFEPSESFNITHDNFLPLLEGALFLAVESLLVECERWFSTIASQTSAIVSVPLDFIIEVWDFAQEHGVTFVQ
DICREFLAQNFVENMKTCEQSNPNSVDGHLFLLSKVKICLLPLGFAAGTKRHWFEFGNNIVCTILDLLKDSLKTLLDAIA
DDNLERYCIRITEYSKNIVLSGCPQVTTAFLYISVLPTDLDVSFKRRIVSSYTQVDHRSFILYDELEKAAKTLSFKNVHM
VDISKCPNVHFGAAIDWLKLFFPELRIFRVSHCLSFQFDDLLYLLLRCPWIDEIDMTIDTSTVTPQHSVVSSSSEVLSKV
KPNQKRYGIHCPPYDMQLNSVFLNISRLTLEGRSDIDDVGLLEISVLKSSLCYINIRNCFLLTDDVIIVFAFHYLGMLVD
IGICQYVGLDSAALSQLMSIISITKFLSLRETSLTDGALCNFVGSSLEYLDVSETVISMVSLAPVIRRNCKLNCLKTAGC
HSLLLECGNVEHISGNKYGDFLQEVGITCCLEDVEMGWGFCPIRIEDLVPSFSKVRNMTIGLGTALAENVLCAVPMICPF
LESLILRFQVISDRVVRNLLESATNLQVLCLHYCLGSLTSFSFQTKAPALRVLRLHWVTPWLTNDDLTILTENCDLAELS
LSGCKLLDSSSQDIISSGWPKLALLHLEECGKVTVEGVSSFFNCKALEDILLRHT                         
>Sbic_04g009720                                                                 
MDPDFSPGGGGPSFEFAFNEVNFSDRELRIEVVAGDDDAPGSSGGGAGGGGLADWARHRKRRREELLKEKESTTHMSDQT
SCNGVEAEECDAYEENQEEPVAMIEESPPDVGQDGDDGQGIDSSWTVVGTPVLRVKTIYISSAILAAKSPFFFKLFSNGM
KESDQRHATLRITDSEETALMELLSFMYSGKLTTTEPTLLLDILMAADKFEVVSCMRYCSQLLTNLPMTTESALLYLDLP
CSISMAAAVQPLTDAAKDFLAVKYKDLTKFQDEVMNIPLAGIEAILSSNDLQVASEDTIYDFLLRWARAQYPKSEERREI
LSSRLLPLVRFSHMTCRKLRKVLTCTDIDHEQATKCVTEALLYKADAPHRQRALAADTVTCRKFAERAYKYRPLKVVEFD
RPYPQCIAYLDLKREECSRLFPAGRIYSQAFHLAGQGFFLSAHCNMEQQSTFYCFGLFLGMQEKGSMSVTVDYEFAARTR
PSGEFVSKYKGNYTFTGGKAVGYRNLFAIPWQTFMADDSLFFIDGMLHLRAELTIKQP*                     
>Sbic_04g024950                                                                 
MAFCADFAALRPSPADVRVVTSDGSTIRAHSSVLAAASPVLERMIVGARGRGWDAADCTTVRVLGAPSDAVVAFLRFLYS
NPRAAAGAGEWAEEEDAHGPALLALAHAYRVPWLKRRAEAAVAARGLTAERAVDALKLAALCDAPRLYLACARLAAKDLD
AVERSEGWRFAGRHDAALRLNLLHLLHDADQRKERWERERASQHVYGQLSDAMAFLDRIFAGTEEASPSPCEDEDEDGVR
WGLEQLMRHFAACGGRTRKPAACPRCTRALQLLRLHASVCDRAGDGDGDGGEPCKVALCSNLKAKMQEEGVDTTWKLLVK
KVTRARVMSALASREVPEVVKKSWAKYSSRRAARIR*                                           
>Sbic_05g000930                                                                 
MDCCICSPMAAVYRLPRNAICAPCHEGAKAIIGFLNKDDEHQHEEEGSLSHGSVLKSRGSVKPNSPTKGMRDAWEQVKEM
RGREEEAHQRAAFLAMAWKEGVHTDIVVKPGTGPPIPAHKAILTKPSQPIIISYLASDLMLMQAARSEVFRHMLAADERC
KAPAGDAISLPELTHGELDLFLAFLYTGALENNKDDDGDHQLHALLVAADKYDVPFLRRACEARLAAAVDASNVLRTLEV
ADLSSSAALRERAMDTLVHHAEQVVFSPEYDDFAVRNAGLCVEITRALLGKMKTAPL*                      
>Sbic_05g002500                                                                 
MSSEDSLKSLSLDYLNLLINGQAFSDVAFSVEGRLVHAHRCVLAARSLFFRKLFCGLDPNHQPPPPPPGSSAGRAAPPDL
VIPVSSIRYEVLVLVLQFLYSGQASVAAPKSGPLPGCGARGCWHTRCGAAVDLALDTLAAARSFGVEQLALLVQKQLEAM
VKEASVDDVMKVLMASRKFEMQELWATCSHLVARSGLSADLLAKHLPIDVVAKIEEIRAKSPAVVSPAGSGGGPRSPFLT
HHYLPINAASSAADRDHRIRRMRRALDAADIELVKLMVMGEGLDLDDALAVHYAVQHCGRDVVKALLELGAADVNSRAGP
AGKTALHLAAEMVSPDMVSVLLDHHADPNARTLDGVTPLDVLRSLTSEFLFKGAVPGLTHIEPNKLRLCLELVQSAVMVA
TRDDGAGTGTGGGDTGGGGSDGGGSFPRGDAADDSLVSLTMNSTLMYQGQDLAAAMAGGEARKGSGGGGRGGSPSNLYFP
NGFP*                                                                           
>Sbic_05g022780                                                                 
MRKLFFSESACKETKLHSAPHSWLPLERGKLSKFSGHAAASSSIDSLMKMPEPAVLPHFKPADYVDILAQIHEELESCSP
DEKSCLYLLQFQVFRGLGEAKLSRRSLQSAWEKASTIHEKLIFGAWLKYEKKGEEAIADLLSSCGKCSQEFRLLDFVSQV
STGSHVMSYDDDDDESDEFQGSAVVHFRIRDDMIACDRRKLAALSTPLYAMLNGGFRESYLEVIDMSRNGISPIGMRAIS
KFSLSGRLPYLSADAILEMLDFANKFCCKGLKDACERKLASFVSSRQDAIDFMECALELGCSILAASCLQVLLNELPECL
NDEQVVRIFSSANKAQRLTMVGNASFSLYCLLSEVSMSTNPTSDVTVSFLEKLVESASDSRQKQLALHQLACTRFLRKDY
PESERLFNAAFSAGHLYSLVGLARLAALRGNKHFALKFLDSVMSSRWPLGWMYQERALYLEGDNKLENLNKATELDPTLT
YPYMFRAASLMKRQSVEAALMEINRILGFKLVLECLELRFCCYLALEDYRAALCDVQAILTLAPDYRMIGGRVAAKQLRM
LVLENVEQWTAADCWMQLYDRWSSVDDIGSLSVIYQMLESDNAKGVLYFRQSLLLLRLNCPEAAMRSLQLAREHASSDHE
RLVYEGWILYDTGHCEEGLQKAEASIAIQRSFEAFFLKAYALADSSLDPSTSATVVSLLEDALRCPSDRLRKGQALNNLG
SVYVDCGKLDLAAECYINALKIGHTRAHQGLARVHFLRNNRAGAYDEMTKLIEKARNNASAYEKRSEYCDRELTKTDLQM
VTKLDPLRVYPYRYRAAVLMDNHKEKEAIAELTKAIAFKADLNLLHLRAAFHEHIGDISSALRDCRAALSVDPNHQEMLE
LHHRVNSQEP*                                                                     
>Sbic_05g024640                                                                 
MPTFSSMPIAGTGGGTSAGVDTRSSEIHVMKVSASHVLTISGYTHSKSAVAPSEHIGSSFTAAGHRWFVLYYPRGHGHGL
EDDADYISLFLSCTDTDVVKARLSLCLLDKDGKVAYTCKCRSYIPNPPMSSLHGASRFITRKDLENSGHVLDDRFRIGID
MTVFKVVRKEHAGAAVAKLVDVPPSDISQHLGDLLSSGEGADVMFEVDGESFGAHRAILAARSPVFKAELFSPMEEGTAT
CVWVEDMEPRVFKALLHFVYNDVLPEIDEAEAMVMAQHLLVAADRYCLERMKLICEEKLCSYIDTGSVGTMLALADQHGC
LGLQKACLNFLMSGGNMMAAVVAGGLERVMSNCPSVKELLLKSCSRS*                                
>Sbic_05g024650                                                                 
MSTNAASAVDIIGSDGEALTTTSAIVAEAVTGSHVLQIKGYSRTKGVGSGNFINSSTFCLGGHQWFIRYYPDGDCVENAD
WVSLFLHHNNTNDVEFKAGLKFSVLDHTGKPVPMFSKKTSTTFSPNRRSWGFDKFVGRKELELRESSYLKDDCLKVSCDV
IISKGISTEPTVQFVAVPPSNMHRHFGSLLSGAVGADVSFEVAGEMFAAHRSVLAARSSVFMAELFGHMKEKAMKCIQIQ
DMEARVFKAMLHFIYTDTMPEIDKEDVFVVTQQLLVAADRYDLERLKLICEDRLCMCIDTSTVATTLAFAERHGCHGLNN



ACYQLLKSPSILETVMATESFDHLMTTCPSLIKELLAKIATCP*                                    
>Sbic_05g024660                                                                 
MSSTAESAVGSGHGEAVTTSAIVAEAVTGSHVLQIKGYSLTKGLGIGKFIKSSTFCVCGHRWYIRYYPDGDCLDSADWIS
IYLQHDHTDAVDVKARFKFSVLDDIGEPVPTFSQKSCMRTFSSSKGGSWGFNKFVARKALEESSSYLKDDCLKVRCDVTV
SKEISTEATTTTQCVMVPPSNMHLHFGCLLSGAVGADVTFDVAGEMFAAHRCVLAARSSVFKAELFGPMKEKAMNSIRIQ
EMEARVFKAMLHFIYTDALPFIEKGDVFLITQHLLVAADRYDLERLKLICEVKLCKCIDTSTVAATLVLAERHGCQGLKK
ACFELLKSPVHLKTVMATEGFDHLLTTCPSLIKELLLAKDAATCP*                                  
>Sbic_05g024670                                                                 
MSSSSTSVVGAGGVAHSASAIVAQAVKGSHVLKIDGYSRTKGLGKGNFINSEPFDIGGHSWCIRYFPDGNCTEHSGWISF
FLCLSYIHATGVEASITLTLLDDVGEPVPSSYCLTDGIVYTFKFCNGLGFPKFIERKALEESSYDCFRVRMDVTVSMEIR
TEGTSQFVMVPPSDMNKHIGRLLSSGVEADVTFQVGDETFAAHRLVLGARSSVFMAELFGPMKEKGTMFRDMLHFIYTDE
FPKFDNGDTIAMAQHLLVAADRYDLERLKLMCEHKLCECINTSTVTTTLVLAEQHGCKGLKEACFKFLKSPGNLKTIMDA
DDGGFQHLTNSCPCILNELLANVAS*                                                      
>Sbic_05g024680                                                                 
MSRSASVDGSGDANSASVIVATAVKGSHVLKIDGYSRTKGLGNGNFLRSVPFDIGGHTWFIRYYPDGATKERIGWIELYL
HLDRNNATVAEASYTFSLLDDVGETVPSYCFSDSVIRTFNYSTVRCDVTVSKKIHTEGSSSQFVTVPPSDMNRHIGRLLS
SGLEEDVTFQVGDETFAAHRLVLGARLLELLGPMKERNGRVVRIDDMEPRVFRAMLHFIYTDEFPKLDKRDTIAMAQHLL
VAADRYDLERLKLMCEHKLCQCISTSMATTTLVLAERHGCKGLKEACLNFFKSSGNHGW*                    
>Sbic_05g024710                                                                 
MSTSSAKMVTGWHVLKIEGYPRTKGLPGRRSIQSSTFIVGGHSWYIGYFPGGMGSLGLGNTDYVSVQLNLHHPAASAEVF
TQFKFSLLDHAGESVYSGTNSIFTFSSKTISHGISGFIKKTELESLYVKDDSFKIRSSVFMAQLFGPMKEKTANHVRIDD
MDARVFKAMLRFMYTDMLPDMEEDEKTVMSQHLLVAADRYNMERLKLICEDMLRKRINTDIVATTLVLAEQHGCCGLKDV
CFKFLISPGNLKTVMANDSFQYLKNSCPSLLDELLANVAP*                                       
>Sbic_05g024750                                                                 
MSSWSRRRRTMLRNDDDDDDDGRASTTMLTEIATGWHVLKVERYSKINGLGVARRMKSCPFVVGGHTWCIAYFPDRRDAV
KVRTTFSLLDVAAGGPVPSLTVSCGVWTFSRIGQSCCDARFMERKEFESCYVKDDEFCIRCDVTVLSAAAAPPLDLRRQL
GDLLAGGDGADVTLDVGGESFRAHKNVLAARSPVFMAEFFGGPHKEQVAGRVSIHGIEPSVFKALLHFIYTDSLPDIDGG
DMTAMAQHLLVAADRYGIQRLKSICEYLLRTFVDRSAVVTTLVLAERHGCHQLKEACFKVMKSSANYKELVSGEDFQYLA
STCPSLVQELEAA*                                                                  
>Sbic_05g024760                                                                 
MAGQLQPAVGHAGTSTSWHQLVSTTDSDTYGSSSTLSAETTTGSYVFTVADYSRDKELHAAGSALPSNTFTAGGYSWRIT
YSHDTDDWIRFSLCLEPPVAGGGAGTGGGRDLGDAAIMVRTRYILLDKAGLPLPSSIRKDSERALSTMRSMRATQFMRRK
RFESYYLKDNRFSVRCDVTLVRRTMCGRETGAMPPPDMRRHLGELLAGGVGADVVLEVGAEAFRAHRSILAARSPVFKAE
LLGGPTDDKDAPPPTTSTTSRRLRIHDIEPSVFRAVLHFIYTDSLPPEIGAGDEMVMAQQLLVAAQRYKLEGLKWICEDV
ISTLCHRRAANESSCPCLLYQLHAYAKTILSYSRHCRLAESQARSPCSPKTQLLRVSSPWLKKTTTSLVLVYWAPTYRRS
KLIARLGGPARSLRGTS*                                                              
>Sbic_05g024790                                                                 
MSTSASSSATGDDDDDSGSTSTITAETTTGRHELKGESYTRTKGGVGKFIDSVTFRVGGHSWYIRYYPDGNRDESADWIS
VYLYLDGAGSEDDGGGVKARYKFSLFRDAAAAGDGEAPPVLIHTRTASNYSFWSADQHRRGYCRFIKATDMEEATKGGGF
CIRCDVAVMKETCVETTMADSVTVPASELNQHLGALLDSKVGGDVTFDVGGEQFTAHRYVLAARSSVLMAELFGPMKENT
MSSIQIDDVEPRVFRALLHFIYTDSLPEIDGEDEPGMAQHLLVAADKYGMQRLKLMCEAMLLKHIDTSVLATTLTLAEQH
DCQGLKDGCFKFLRSPGNTKAVVESDGFQHLRSSCPSLIEEMLVKVAP*                               
>Sbic_05g024820                                                                 
MATSPAASSGTATGTIGETIVGSHLWKIDRFSATKDLGVGKSIKSSTFNVGGHTWYIECYPCGDNEYSAGLVTLFLCLSA
HKEQVEAKCRFTLMDDDRDYYQDGYNHTYNAEDSRGLGIDLIKRADLKKHLKDDCFRIRCDVYIVREFPAVPPPDLHRPL
SDLVASGMPGGDRTFQVGGEVFTVHRGLPDPSAHIAASPTPAGTSSSTAGSISSVSHVLTIDGYSKSKKMFRTDDYVESE
WFRVVGGHSWYIKLYPSREKEDDDSGCLAVFLNNNWWLLDEDHIEDKVLKVRVELTLLTFAREIISSAQFCYAFTSRYDK
CRCYFPFNTEMEPLIGDSFHVKCDVTVVKEITPILRPPDLNLYFGHLLASQVATDVTFEVGSDLFSAHKLVLATRSRAFM
AEFFGPAGKGSSTTVTRVQIDDMEPRVFKALLHFIYTDTLPELHEDDDKIVMAQDLLVAADRYDMGRLKLICADMLCNYV
NDARAAFAMLELADKHCCRRLKVKCMKLLKGHFAKVAP*                                         
>Sbic_05g026450                                                                 
MAASMVPAETRKITWRCSPDVDRCSHMFEIHGYTLQAEGLGVGKTVVRSATFAVGGYDWSISYYPDGYYGQESSGYASVY
IDFMSNKTCPAGTKVSGHFRFRLFNPATGEFRIMLGGYLPFKHTVNPNGSHAWGSAKFIDRRWLQTSPYLCHDRLTIVCD
LSVLVGSRVSGPESTETCENEIIIEVPPSNLSENLEKLLDMKEGADVTFKVKGVVFHAHKVVLAARSPVFKAELYGLIGE
RKTCRHGHIAIQDMEPGVFKALLHFIYTDSLPAANGDCDLDDEGVVKHLLVAADRYAMDRMRLMCESMLCKRLDVDNVAA
ILALADQHYCCKLKDACVSFMSSPKRIKDVMATQGYDHLKKACPSIVMNLLEESVKSSVC*                   
>Sbic_06g000720                                                                 
MSSTAGRSKPSGSASAIVADVASGYHILKVSGYSRTKGTPTGELIKSHPFTVGGHRWCIQYYPNGDSSECADYISLYLCL
DESVTDAAVKAQFKFHFIDDVEEEDQTQALTTVSVRSFESNQSWGHRRFIKREDLEKSKHLKDDSFVVRCDIAIANELRT
EEVAMAEAPTTTFVSVPSSDLHQHLGDLLQTEKGADVVFEVSGETFKAHRCVLAARSPVFSAELLGQMKESDTTTAGVVV
GIDEMEAHVFKALLSFIYTDSLPAEMFMEDQTAMSQHLLVAADRYGLERLKLICEHKLCSCIEATTLATILVLAEQHHCH
GLKKACFSFLSSPTNLAAVLASDGFEHLNTSCPAVIKELIAKLGT*                                  



>Sbic_06g000740                                                                 
MSSSTAASKRRKLARSASTIIATASKGYHILKIDGYSHTKAKPTGESIESNTFTVGDHTWYIGYYPNGDDSECSAYISLF
LFLNETVPKPLEVQYDFRFIDEVVEEAPPSSLASADIVTFECRNDCSGYPKFIKREDLERSRHLKDDSFIVRCDIAVINK
FRVEELANAPTTTSVSLPPPSDLHRHFGYLLQTEKGADVVFQVSGETFKAHRCVLAARSPVFSAELFGQMKESDATAGGV
IHIDDMEAHVFKAMLFFVYTDSLPEMGKEDQTAMFQHMLVAADRYHLERLKLICEHKLCRCIKAATLATILPLAEQHHCQ
GLKKACFSFLSSPANLAAVLASDGFEHLNASCPSVIKELIAKLGT*                                  
>Sbic_06g020420                                                                 
MALLYADLDALRASAADVRIVTSDGQTIAAHSYVLASASPVLERMIDRARCRGWGAAADCTIAVLGVPSDAVLAFLHLLY
SSDAAALARSRRLVAPGAEDLVAAHGPQLLALAHAYRVGWLKRAAEAAVSARWLTADRAVDMLKLARLCDAPRLYARCAR
LAAKDFAAVEASDGWRFARRHDPALELELLQLLEDADTRRARWARARASQEAYRQLGHAMGSLDRIFAAAGGGTDDDASS
AGTCQDGDDPPCQGLRLLMRHFATCAPKVAPXXXXXXXXXXXLFRLHASVCDRPEQDQPCRVPLCSHFTAKMQTEKADKT
WRLLVKKVTRARAMAGLANRQVPEVVAMSWAKYSTSSKWARN*                                     
>Sbic_06g026230                                                                 
MEPPPASSSATSSYATPPQPSYAPSSYPSSYTKFNSALNAGLLNPMSPPPLPLDKTRSSPTLFDMMANEQDYHPRSAAAA
AGVHSIPAPPHQPHHQLQPVRSMDRQMLLQDRIADLIGSCSPGNQFNDADSSDVRLTLSSKDGLSVTLCVHRHILVAHSR
FFAAKLSDRWSKQQRTLPHIVEISDCDDVEVYAETLRLMYCKDLRRRLMREDVNKVLGILKVSAAIVFDAGVLSCLEYLE
AAPWAEDDDEKVAALLTQLHLENSGAGEVLKRVSLELAPSVVVEEAEVGGSCNTGNSSGGEEVLLRLLQVVLEGKDEKAR
REMKGLVSKMLRENSTSRGGAIGGDLRKESLYSACNGCLSLLCEQFVRASEGDHSEVAQIARQADNLHWMLDILVERQIA
EEFLRTWAMQTELAAMHRKVPAIHRYEVSRVTARLFVGVGKGQILVSKEARCQLLSTWLEPFYEDFGWMRRACKGLDRHL
IEDGLANTILTLPLATQQEILLAWFNRFLNSGEDCPNIQRGFEVWWRRAFWKRNSEPELPSRLRITAICENS*       
>Sbic_06g029110                                                                 
MARVPADARGEPSKTSSWRVTERATATHDFVVIEYSKLKMLGVGQHVSSDAFRAGGHDWKVMFYPKLAQAEGRIADYCPP
FFPGGASLHLCDADKDTELMVRFTLSVLHQDGRVSPMASRTRTEIFGAPPRQRHGFNRLVHGSMLTWRCIHNDALTIRCT
LTVVGTRDPVPPPELAAHLARLLGNGMGADVTFQVGARSFPAHRIMLAARSPIFSAEFFGDMTEKDTPCIKIVDMRPEIF
ELLLRFIYTEALPGDGEGCDAATMQHLLVAADRYGLDRLKQICELKLHASVDAETVDSMLALAERHSCPRLRDACVACMS
SLEQ*                                                                           
>Sbic_06g029130                                                                 
MPVRPPCRARTRPPYRERRRTRPRCENGGGPSLAGTFPRRRTEVDRAELTRTTTATNDERGLGWAAIGAKTWAGRQPGLG
GDWHAARTTYCLSQTSSRCVTGTVTASHNFEVTNFPMLDGMGIGKFVSSSTFTVGGCDWRIDFYPDGNDAANQGAYVSVF
LYFVRGTGGASVTLSFSLLLGNSSEQVTETSARRTFESAGGDWGFNKLIEKSSLRESLRRLNNHGCFTVRCILAARSMVF
RAELFGAMKEKDAQRIVIDDMEPAVLIRDSLPDDADNNNNVAMQHLLVAADRYGLDRLRLLCEAKLCRDIDVQTVATTLA
LAEQHRCTQLRGACIGFIASRDVLGAAMETDGFEHLATSCPTIMNEILDKVAAVWSNK*                     
>Sbic_06g029140                                                                 
MANNSTSPVNHGQCLSDTWSRCVTGTVTAAHTFELTNFSLLEGSMGIGKYVDSSTFSVGGHDWNIRVYPDGWKEDDDDYV
SVFLNLERGAVGVRVKYSMSSLDKHGHVSKVRDDIHTFEWTNGFRGWSKYMDKCKLQPLLDLNNDCFTIRCDLTVNQDPR
TEAVASTIVVPQPNLQQHFEHMLKDGRGTDVTFSVAGELFRAHRCVLAARSLVFQAELFGPVKEEATQPIRIDDMEPTIF
EALLHFIYTDRCNVGENVAMQHLLVAADRYGLDRLKAICEDKLCHAIDVETVATTITLAEQHQSVQLKDGCLRFIIASRD
VLGAVMKTEGRMQRIEPAIFEALLQFLYTDSIPPPGDDDDDCGGGAHQEDNVTSQHLLTAADQHGVDMLRLTCEVRLCRS
IDLLTVGTTLALAERHHCIQLKDACLEFIASQDMVGAIMETDGFKHLLTNLPFHHERDLRQDCRRKSRSTLKV*      
>Sbic_06g029160                                                                 
MAGDTNSSSSANPSLLPATSSRCLTHDYKVTNFSLLVGIGQVVASSTFSAGGCDWSIRFFPDGDNETPEEAASFTAVYLC
LVAGPAGTRVRYKFTLLDDRGRRVSTKTGKRRRRKKGKETAADLTRTSTSTYPYVGAMWGTNRFFDRSVLEELLRDSNDS
FTIRCAVAVIRTRTEDDVVIEVPESVLRHDLARMLRDGDGADVTFIVGNRFFRAHRYVLAARSMVFKAQLFGAMTKEAQQ
QRGVDGARCIIKVDDMDPAAFAGLLHYIYTDSLADDCTAGRVVVAQHLLVAADRYGLDRLRVLCEARLCGWIDVQSVATT
LALAERHQCAKLREACLRFLSWPDMLRAAVKTEGFGHLIASYPSVASDILDKVVSARVDDH*                  
>Sbic_06g029170                                                                 
MDARSVPGPPQRPTPSAPLPAGCSCLPKTSSTSLTKSFTAVHDFRVSDYSLLEGMGFGRYVTSSTFSVGGHDWAVRFYPD
GATAGLLGDVSAFLYYYSRDLDAPGVRTRFTLNLLERDGKMPQVTNPYMKHTFSPVSDNWGFTKFMEKSRLQQGSPYLDR
DCLTIRCVLTVVIESRTMANETNSIAVPPSSLHQDFGEMLSDGEGADVTFTVDGQLFRAHRCVLAFRSPVFRAELFGPMK
EKAENRIRIDDMEPAIFEALLQFIYTDRLPDSCSDGRNPAITHLLVAADRYGVERLRLLCESKLSEAIDVETVATTLALA
EQHNCSQLRRACIGFMASPNMLGPIMETDGFNHLIASCPLVMKEILDKVSCIWSGK*                       
>Sbic_06g030040                                                                 
MAAATRVIGSKPSDCFQFQDPSTWTCITELASDVVVQVGDTSFHLHKTQLISHSGTLKKLVNESTGDDDSKPCTVRLDDV
PGGAEAFLLAVRFCYDVETELNAGNVVPLRCAAEHLAMTEDYGEGNLVQQAESFLSEMLAGWDDTVRALNACDDAVLPAA
EDLLIVPRCIDSLADKACADPTLTGWPMLQYFTAKSLEETAIWDGIGAAGRPPSPGPDWWYEQASSFGLPVYKRLIAAVR
SRGMSPENVAGSLMHYARRHLSGVRRRGDNSDGSSRGRAGASGTAAVFSAGDQRTLLEEIVALLPVEKSVTPTRFLLGLL
RVATVLHAAAACRDALERRAGNQLEEAALEDLLIPNTGYSAETLYDVDSVQRMLEQFMVTTPPAFAASPETTDEGQLVDA
PPAELRPVCSVAKLVDGYLAEVGTDANLKPSKFQTIAALVPDYARAIDDGLYRAIDIYLKAHPWLTDSEREQLCRLMNCQ
KLSLEACTHAAQNERLPLRVVVQVLFFEQLRLRTTVSGWFFASDNADQGSSSDNCVLQRRRSDNDLDFVAAGSLSEVTTE
EDGFAAARHDEPSSPAMSVAEIHRPGKGKPKTKSALSRLLGRLGLCGRSSSSRQQLQPPPLPGASGKRRKSFDFGC*   
>Sbic_06g031210                                                                 
MACDPSVRGYHILKVDGYSRTRSISKYSVAPGFESGPFRVGGHTWIIGYYPRGRSYSGPTYKGFISFCLYLVDPVADQSV



KVRATFSFLDHDMKLKLYSRPPTTFTFSEQLGWHGYQTLVAKTALANKCLKHDCFALRVDLLIIKEEGEPSSSIALPPSD
MHLHLGDLLSSKEHTDVEFHVGEETFAAHRLLLGARSAIFKAELSAGDRKTTRVIQVDDMDPQVFRAMLTFIYTDTWPKL
QKDSAMAQQLLVAADRYGLQRLKSMCEYKLCKRIDLDSVEDILLLAEKHQCAALKEACFDFIGSTATLLSARESMLTLRR
SQELRFNRLVSLCPTITKDKIFNVLDHEPDRNSVIRGINITLDIE*                                  
>Sbic_06g031500                                                                 
MLSTKTFDCPFLKYSKAAARLSAGGVLKSKPFEFHGRSWRFKVYPAGLSPDTGDFVAVFVKCRTEAFGRFELTVAILDGT
GRYTVFDDATARSTLAVREHGHSKGYVEFARRREIEASSCLHTDTLTVQCTLSVDATVVPKPSAFPWGFMARNRKAGGGV
AMDRSAPYMDTGASSSTSTRAPEIVSESHTLTIASFSAKKASLQCGECVRSAQFGVGGSNWYIKVYPNGHDDGSRDSVSC
FLARGKSGEPETTAEFTFELVNAAGNDNKSAKVRVTFANDASNAEHLGLQRAAADLQQQMRRRDRDDDRLVVRCRLGVFR
GKPPSPLLAEQPTITVPPDDLAAAFLWLLNSKECSDITYEVGGTPFRAHSCVLAARSRVFRQQVRELNDRQDNLWRNIQN
EDEEMTANAFEALLHVVYTDQLPDMTYVEPTDETVAAMLFAAERYDVERLKLRCEEWLCTFVTPLTVADILCMAVRYGGQ
LLQDACVRYAAPEYIWELVKQTEGFLQLRASCPHIVREIESKHTGANIS*                              
>Sbic_06g031510                                                                 
MGSCLSAAGDGGQAASSASSVSGTHQFTIRGYNATKGMGVGKSILTRYFTVDGRTWFARYYPDGYNMETSDFIALYVQTL
YKPLCRPVRARFTFELLRPDGSVAYARRSDRPCNFDMRCSSWGIRAFVARGDLEGAELGVLHQDAIKVRCTVEVVNSQRK
RGGGRPRAPVAPASDYATNAIKFLSSGTAPPFDVKFSVGGVTFEAHALVVAAQSEWFAAALYGHGAGERWVEAGLPCISI
SGTTPEAFQGVLHYVYHDALPEELIKAKGEAVMMPQLFEAADMFLIGRMKAICAIRLRRFINNDTVRSIMELAQAHSCEE
LQQACQNHLARRRRL*                                                                
>Sbic_07g000460                                                                 
MNGGGSGGASGPDSRVETISRLAQWRIDTFGPCSYRRSDPFKLGIWNWYLSVEKSRSIFVRLFPEPGRVAKEQPPLARFL
LRVSWAGPPRRTCVSPVHEHLLRTSDDFVWQVDAMSHGRFTIDVEFLDLRIANNNATESLSVWPTEGMVQKIASKSTLGC
LSRMLTDSIHTDVTINTTDGVLKAHKAVLAACSPVFESMFMHDLREKESSTINISDMCLESCSALLGFIYGTIEQGQFWK
HRLPLLAAANKYGIGDIKDCCEESLLEDITSANVLERLHVAWLYQLERLKKGCLTYLFVFGKIYDVRDEMHSFFHHADRE
LMLEMFQEVLSVWKPM*                                                               
>Sbic_07g002130                                                                 
MERVKFSTRHNAACKKRSAEAANAVISTPQTVVPMPIIGGGRGEREPSRSASAIVAASTESGQHLLKIDGYSGTKDVPTG
SHIKSRSFRVGGHRWHICYYPNGCNSTCSDFISIFLKLDLDDHNVNVAHGHGVRARFTFSLLDYGEKKPVPHYTFSAEHT
FRDDDRGFRTFIRRDELEKSEHLKHDRFTIRCDLTVAATGEIQTMDLSSQGCPTPTLRLIAVDAAVVVVPPPSDLHRHLG
GLLATGDGADVTFMVDNRTFAAHRCVLMARSPVFHAELSLSTCPTTTTTNDSGGAAVVVQIEDMEAQDFEAFLHYVYTDS
LPPESKGSAAAAMLPDLVAAANRYQMERLRLVCEEKLCEFVDVTTVAVILAFAVDHHCLGLKEACLRFLEDPENLREVVK
TDGLEHLSKSCPSVLKDMIAKLAAAQ*                                                     
>Sbic_07g002400                                                                 
MAPSPCTVRGTHQFEIVGYSLIKGFAAGEYVRSGSFAVGGYRWSVRFYPGGFSAPHRAYVSAFVKLTSKNARAWARYDLR
LVDRCTGLSRSVHHAAEPVVFVYSAPPPPGKCKPKRGARKFMPRSELEASAYLRDDRLTIECVVDVVADEARVPEAVALC
KLRLPPSDLAKHLGELLLNQQHGDQAADVTLAVQGEIFRAHRVVLAARSPVFMAELFGDMKEKAMDRIAVDDMQPVVFRA
LLHFIYTDVLLLPGDLDGDDDYREMVRHLLEAADRYGMERLKLICESILCRSVDGATVETTLALADRHYCEALTDVCLQF
KSLELDG*                                                                        
>Sbic_07g002410                                                                 
MALPANTKSTNTTETVRGEHRFDIDGYSGKLRAGRVVTSETFAVGGLDWAIRYHPAAAEVGDEEYVSVFVKLVTPNARAW
ALYDLRLVDRATGLPRSVRRRREPVAFDASKARKRERGSRLFMTVSELAASPYLRDDRLTVECVLDVVETFLSETTASPG
TAEPPPPDLSRHLGALLLQTPVGADVSFAVQGETFRAHRVVLAARSPVLKAELSGSAPAKEDDDDDASEVVAVDGMAPPV
FKTLLHFVYTDTLPEDLLGDLGREEQQEFVRDLLAGADRYGMDRLKKICELVLRKPLDAKTVAAALDQHRHCQCQALGDG
NVQFMPSA*                                                                       
>Sbic_07g002590                                                                 
MACLKLGSRADVFRKQGQEWYCTSGLPSDITVVVGEQSFHLHKFPLLSKSGLLEKRIREKIDKGDDSCTIDLSDIPGGAK
AFELAAKFCYGVKFEMTASNVVHLRCAADYLEMTEEISEENLIAQTEYFLTQTVLRSWKDSVKALQTCDNVLEVAERLQI
VKRCVDSIATRSCSDPDLFGWPVAQYGGPMQSPGGSLLWNGISTGARPRNSSPDWWYDDVSCLSLPLYKKLISAMEYRGI
SQEIIVGSLNHYAKRRLPGLNRRKSIGDVSNCLSMTSLTSIPSEDDQKYLLEEIDRLLPFQRGVTSCKLLFGLLRTAIFL
KASPSCVSNLERRIGMQLDKASLEDLLIPNVSDSVETLYDVDCAQRILDHFLAMDQETGGASPGIGEDGQMLASPSLMPI
MMVAKLIDGYLAEVAPDMNLKLPKFRSLAAAIPDYARPIDDGLYRAIDIYLKAHPHLSESEKEELCRVMDCQKLSLEACT
HAAQNERLPLRIIVQVLFFEQLQLRSSIAECLMISEPLDGGGGVGPSRQLGGLPVSGEHHRGAGWPLAARENQTLREGMD
SMKQRVAELEKECSAMREDIERLGRSRSASKSRFPFALTAKPVCSTKDKEAAPESSKSKAKAAATGSEDKLAVVKGGAAT
DGAAQPKHRKHKMNLSAC*                                                             
>Sbic_07g003210                                                                 
MASQARVRASASICSSVTDSELHTLEISDYSQHSDLGDGGYISSTRFTVGGHDWRIRYYPDGIGNGEDCKDYVGVQLELM
SEFTEVRLAYEFRLADDDDDVAAIKSTTVLTAETSSTCGTDKFKKKSDLPRYLRNDSLKIQCFVTVFKESQLKEAAVSSN
PVVDVQVPPSNLSSHLGKLLSPERKDGDIMFKVKTEEFRAHKLILDIRCPALKTTAATHTQPHFDGQTIMRDRRTTSGTD
NSSTVVVIQDMEPKDFKALLHFIYTDSLPKEHRNNEEMATNLLAAADKYDLTRMKLYCGNILSKRPTVDSVTTTIAQAHK
HHCTELKDACIKFINSSERTRDDVLSSEGYKELKATCPEVALEILENSDISKFVFEFVFSMFTYWMWEKSIQEGSRKATR
RP*                                                                             
>Sbic_07g006430                                                                 
MSQTPRRTASSHNIKAHTSTHVFEIDDYSQKKETNVGEFIRSSTFTVGGFDWSIRFYPNGIDENSKDDIIVFLELMSSDV



KLRAHYNIQFIGGDDGAKKDSMISWYSTGGMHLFKSKGGEYRPRHMGYLMRDNLEEEFVKNNRLTIQCDLTVIRLYSLSE
NRVPITEIPVPPSDIKVHFGKLLEDKKGADVTFVVGCQTFDAHKAILAARSPVFMEELYGLTTRDIGAGPMIVENMNPLV
FRDLLHFIYTDTLAFMCDPQGVDYCVRIIYLLVAANRYAMDRLKLMCEDILAKMLNKEAAGTTLDIAQSHSLHKLKEDCI
EFMASQCERDVVQACTLLKRSCPSFVTAVLTRKEKLELVNKDAVIILK*                               
>Sbic_07g006440                                                                 
MSLGHRSTESTFTVEADTGTHTFEIDDYNLTKNLISVGNFTRSTTFNVGGVNWAIRFYPNSTCLLFRNSVAVCLELMSSN
AEVSAHYNIQFMGSRYPKMDSQLSWLSSEASCLFSSSDLSDGSYLPIRHMGYLLRDLLEQWFVHNDHVTIHCDLTVIRKP
TLFQNMAQTEISIPPSDFTMHFGKLLEDKKGADVTFVVEGQNFDAHKAVLAARSPVFMEKFYGSMTRETETGSVIVEDMK
PLVFKSLLHFIYTDMLLETFDPLGHDYIEMIKNLLVAADTYAMDRLKLMCESILAKKLSIENVDEFMDIAQRHSGHKLKE
ACIEFMASLSERDFTRTCGKIKSSDSSFLIAVFDRIKRIKKN*                                     
>Sbic_07g006450                                                                 
MRMSAVPKKTSSRCITVAETGSHTFEIVGYSLQKGTGVGKFVRSGTFTVGGYDWSIRFYPDGSSTDSEEYVTICLELMTS
NATARASYHLRLASQQSPLCWWGCKSGPRLFKSCDVTRFGPRNWDFILRCDLEEEESCYLVDDSIRIECEVTVIREPQLS
ETRVESEIEVPPCDMMAHFGKLLEQKKGTDVSFIVGGDSFEAHKIVLVARSPVFMAEFYGRMRESGMCCVTVQDMQPDVF
RALLHFIYTDSLPDMDDLDRDEYSEMIQHLLVASDRYAMERLKLMCQCILRKNLDVETVATTLALADQQNCDELKAACIE
FISSSRDVSALVATQGYSSLKRSCPSVLVDLYEKTNT*                                          
>Sbic_07g006460                                                                 
MGSEPKRTESSHTTEEETGTHLFKIIGYTLTKGRGVGKSIRSGIFTVGGYDWAIRFYPDGSTEATKDSVVVSLVLMSENA
EVRASYDLSLVNQTTGLPENVFRESTFRVFNSCKGNWFTPRIIISKRNKLEFKSADYIVDDCLKIECTITVLKESWVETT
GDFEIEVPDTDLPEHFGKLLSEKEGADVTFSVGGETFPAHKIAQLYGQMKESRARKITVDDMQPDVFKALLNFIYTDSLP
ADWDDLDHYEYCEIAKLLLIAADRYAMDRLKLLCASILVEYLDVESVATTLALADQHNCNCLKEVCVEFMASLDEIDALV
ETEGYATLKRTCPSILVDALEKRSKYRKTGCQLN*                                             
>Sbic_07g006500                                                                 
MPTSRTVSTIAAQTEQGTHVVRILGYSQLRRMKEVINSDKFSVGGHEWFVKLVLDSCSTATAFSHPDCIIAVLLLKSHAQ
TKEVQASFDLNLLDLASGSSLSVHKVAPSFFHPGYGDTTVACCQIKNDLFETSSYLQDDCLTIEFSITVFKGPLSSETKS
LPRIHVPPSDIAADFGNLMETMEGADVTFSVGGQEFTAHRIVLATRSPVFRAQLYGPIREAGTGTAPIVIEDVQADAFRA
LLRFVYTDSLPPSDDLQSDDYAEMIRHLLVAADRYAMERLKLMCQSILCKNLTVQDVPTTLALADQHNCDLLRDACVEFI
GCLSATDAVAATQGYKDLKRTCPSIVTDFEEASSQVNYYWSELITGLSSSFLVE*                         
>Sbic_07g006510                                                                 
MDRPIGICFGRGRIARCGGAPVTPQPSPSALPPPMPKTASRCVVEASRGAHVFEVADYSLHKGIGVGRSIRSATFDVGGY
EWSVLFYPDGKAENAEDCVAVGLELMTADAGVVRASYQFGLISQTTGEPWFVAESRTVEFHTHTIWSRRDLMKRNQLEAS
QYLRDDRLAIQCAVTVVKETRVLEARAVPEIDVPPSDLVADMGRLLDQGDGADITFEVQGESFPAHRTVLASRSQVFRAE
LHGQMKERSVDRIVISDMQPAVFRALLRFIYTDALPPMDDLSKDDSLEITRHLLVAADRYAMERLKLICAQILSKSLDVE
SVTTTLALADRHNCSGLKDACIEFIISSNKMDDVTKTQGFANLKRSCPCVLVEVLEKAGAGRG*                
>Sbic_07g006520                                                                 
MAGRTPTSSTRTVATRSTCTPVIQHGSHVFDIMGYSVHKAMGSGLSISSGIFSVGGHDWSIVFFPNNPIYSVDDGGGAVQ
PCISVYLALMSKGAKVLASCDLGLVDHTTGLPSSFHRTPEPREFRYGDGSMYFPQTTAAAFMDSAQLEASAYLHDDRLTI
HCDIAVIKKPSVFTGNTFAGRLEAPPPPNITEHLAKLLETGEGADVTFVVGGETFVAHKFLLAARSPVLRAELCGPMREA
ATQHVTVDDVQPDVFRALLHFIYTDSLPPDRGDILLLQGRLNKLH*                                  
>Sbic_07g006560                                                                 
MASPKWQVCFMNYKVVSVRSPVFKAKFYGPEMEENLGCIAVEDVRPAVLKAMLHFIYTDSLPDMDALGDVDKQEMIRHLL
VIADQYEMKRLKLMCEDSLCNSLSVDSV*                                                   
>Sbic_07g006570                                                                 
MRSLSLAITSHFVEHMPLTAWADPIAGDARQQGAHMLEVTRYSHLLHRRRRGVGTGDRNRCVVVESVGFTVGGYQWAILF
YPDGDDDAPGSSGYVSVSLALVTRPARVRASFNLGLVNRATGLPSFQPEDTTAVFDNAACCCCRVHPYPYPIPTCRHERR
RRSSHGVPRLMRRCELEASSSAYLRDDAVTVACVVTGVTGTALTSSSSSSRGAPEIGCRVPERDLHLHIGDLLVKAPMTF
DVDGEAFAAHRIILAARSPVFEAELYGSSSTTETADDAHTVVVVVTVRDMRPETFRALLHFIYTDSLPAMSHLGMDEMRE
LVQDLLAAADRYAVDRLKVMCEHILARTLHVENAARTLVLADRHGCDRLKHASIQFMESSSDKSEMGLMASSSNKVEMGD
DVAIEALEKTM*                                                                    
>Sbic_07g006580                                                                 
MTTQAKTASTCPPPETAQGTHVFDILGYSKHRGMGADYFIRSGVFNVAGHQWVIFFYPDGYGEELAGGFDFVSAYLRLLS
TSGKVRASCDLRLVNPGTGVSTSVHPTLVITRELDPEKDKVVCHCMCIGRGELEGTYVKNDRLTMECVVTVRKEPKVSKS
RTFPSIRVPPSNLKRQLAELLESREGADVTFAVAGETFAAHRLVLAMRSPVFKAELCGPMREVGMGTRPVVVEDMQPDVF
RAMLYFVYTDSMDHNEDLSRDYHSKNCDMVRHLLVAADRYAIERLKLICQSILCNNLDVQNVATTLALADQHHCDKLKHA
CVEFMCCSNNAQDVVATQGYMDLAKTSPSVLADAMGRMSKISKKVMTRALQAQDGSSIS*                    
>Sbic_07g006590                                                                 
MPPLRRFCQFLPRSTPSMARHVPTPTTASTCTPETAEGRHLFEVTGYSKHRGMGHDKFIRSGNFSVGGHQWSIRFYPDGF
VKGKDYISVYLELMGGSKVRASCDLKLVDLTTGLSASVHRTEPRMFNSGDVSRYAPQNSSFMERSGFEASVYLRDDRLVI
ECIVTVMAEPKVSATKLRAKIEMPPSDIGNHLGKLLEEEVGADVTFSVGGETFTAHKLVLAMRSPVFKAEFYGPMRERST
QIVTIEDIQPAVFRVLLQFIYTDSLPDMEDLVEDVDCEMIRHLLVAADRYALDRLKLICQSILAENLNVMTVATTLSLAY
QHNCSMLQDVCLEYMTSSNVMDAVVATEGYKYLKTTCPYALADAFEKTMKLGRT*                         
>Sbic_07g006600                                                                 



MPTAVCTCTAKTDQCMFVFEIFDYSQHRSMRTGEFIRSSTFSVGGYDWAICFYPSREQNDWGYITVYLELLSVNTKVWAS
CDLRLVDQTTGLSTSLHKTELRVFNSSNASRFAPQTGSFMNRSQFDASLYLKDDHLTIQCITTVKQLQVSAPELLNEIEV
PLSNSAVLLGKLLETGEGADVTFSVGGQTFTAHKIVLAMRSPVFKAELFGQIKEANEQLVTIQDMKPDVFRALLYFIYTD
SLRGMDGQDGEGKRGMIRHLLVAADRYAVERMKLICNNGFEWSVFIDFTSLATVRKEKGISKPGWKIVDVTLMPYC*   
>Sbic_07g006610                                                                 
MRTAVSTFAAKTEQCMLVFEISDYRLHKGMGIGEFIRSGTFTVGGYDWAICFYPDGDVNSAGYISVYLELLSKDTKVWAS
CDLRLVDQITRLSTSVNRTELRVFKSGDTISRRAPYNGTFICRSQFEASSYLKDDHFTIHCITTVRQPHVSGPELLNKIQ
VPPSRITELLGKLLDEGEGADVTFRVGGETFAAHKIVLAMRSPVFKAELFGQMKEAREQLVTIQDMQPDVFRALLYFIYT
DSLPADMDVRDGEGYREMIRHLLVAADRYAVDRMKLVCASILCKNLHPKTVSATLALAYHHNCDRLKDVCLEFITSSSDV
MNSVMATQGYQNLKATCPSALVDAFEKSSKKFQKT*                                            
>Sbic_07g006620                                                                 
MSTPTKVSTCTADTEQGKHVFKIFDYSQHKGMGQKMLIRSGTFTVGGHDWSVLFYPDGYSLASIDCISVYVELLGKERMV
WASCDLRLVNHTTGLPSFVHKTDLRMFNSADFSRFAPQTGMFMNRSKFESSAYLQNDSLTIECNINVKKAPRVSATRLLN
KIEVPPSNITVQLGKLLDAEEGKDVTFIVGGETFAAHKILLAMRSPVFKAQLYGPMSEAKAEHVTIQDMQPAVFRTLLHF
IYTDSLPLDYHGGGTYNCEMIWHLLEAADRYAVDRLSLVCQSILCKNLDVENVSTTLVLACQHGCNRLKDDCLEFITSKS
VMDAVVATQSYKNLKIAYPSVLLEVLEKKMKSCKT*                                            
>Sbic_07g006630                                                                 
MAAPSNMTSVTVSSFTPEILYSAQVEFKIQNYNERINIGYATFLRSPAFTVGGYEWTLNYYPDGRSEQTEGHVSVALELM
GTETLWAILSLTFADQVDRSAWAGWATAAFLNSNNNFTFYWPELRSEVFEQMGLVQNDCLEIQCQISVCRPNQLLKAGLL
PEVEVPASDMLQNLGRFMADHVAADVMFKVEQETFQAHRIMLAACSPVFDKQLNGQMREKDMGCILVHDMQPAVFQALLH
FVYTDSLIDMSDKVVGDQIELIRHLLVAADRYCMDRLKNICEGILCKCVDMESLLTTVGLADQYHCMKLLAACVDFLKYS
VQRDIVESQWYQVLRDNHPDVAAQICKGVEDVRKLIN*                                          
>Sbic_07g006850                                                                 
MAASQGPRRKTVSRCIPETDQCTQVFDISGYSLLKGLGAGKFVESAAFVAGGRDWCIRFFPDGHAGEDLKDYVAVYLALV
TNSAEARALFEFRLVNPATGGSSSVYTCKTPMSFKAGGNQGAWGCRKLKKRSELEESVYLQNDRLVIQCDVTVIVGPPVI
TSEADIQVPPSDLTDTLGKYLESGKRSDVTFKVKGEAFHAHKFVLAFRSPVFEAEFYGPMRGKSRRQNITVEDMEPDVFK
ALLHFIYTDSLPPLDDLDEDESQEMDKHLLVAADRYAMERMKLMCESILTKRIDVHSVATTLALADQHHCEKLKEACIGF
ISSSDKMDLVASNGYEHLKRACPAIFMDIWENEAKSRRMM*                                       
>Sbic_07g006860                                                                 
MNLVTGSATVAYYGLYIYHPIGGYPHVVLPPSTIESNVFAAGPHYWSARFVCQTYGGHPSLSMSLQLCSRGVSVKASWEL
SVIDPRCRSLLPTKLYGTPPLYFEESVNMSWDLDYVFLSDQCFWYVDGDSGRLVLLITVTVFPDDDDPETTTIGKQIDDV
PPSDMLDQFGEIFETREGADVTFSVDGELFPAHKIVLAMRSRVFKAQLYGEMKESVAGAAQPIEISAMTADTFRALLRYI
YTDASPASSIVDQQDEEEDGSHGNTTKVWELLTAADRYSVERLKLICERILCKRIDVDNVADTLGLADRHHCGTLKDACI
DFMTTSSRMDQVKKTQGFLQLKHSHPLLLVEVLEKSSKF*                                        
>Sbic_07g007550                                                                 
MASESPRTWSASVSAVETAHGTHSFRIARYSLHKKASVNKCFYSAVFTVGGHDWRIRYCPDGAEPPMTMIVNSSYDSDSV
FLELTAGDGGKLVEVRATYGFRMVNPVTGISYSRNDSGLQVFHSNRRSHGFTMFVRKVEQHKYLQDDCLVIECDVMVVKE
LQVKEATCVTSGFDIQVPPSDLSHDLRKLLESEEEADVKFKVKEEVFHAHKIVLAMRSPVFKAELYGPMRDKGMVESITI
QGMDPAVFKGLLHFIYTDRFPRMDDLVEDEEQQDMVKHLLVAADRYGMERLKSMCEGILCSNLDVESVAYTMALAGQHHC
SKLKSACIEFIINSNLMDVVVASQGYEHLKRACPDVAVELWENSAKSPITRSSCIGGQLMNYPILN*             
>Sbic_07g007730                                                                 
MSAALKRPGTRTASMYVAAETARVTHSFKIVGNGLHKNFGVGRCIRSAPFSVGGHNWCILYYPDGRTEDCKDYVSIFLEL
MSENTEATALREFRLVNQTTGISTSISCTCQAVYNAENAARGSRKFMKKGDLESLGYLKDGCLEIECDLTVIKGDDIDLP
PSDLQDNLGKLLESEEGVDVTFKVKDELFRAHKIVLKMRSPVFEAELPRDKRKRIIIVEDMEPPVFKALLRFIYTDSLPS
MGDLDGDENDEMVRHLLVAANRYGLVRMKLMCESILCNRLAVQNVAATLAVADQCRCYKLKDACIQFISSSNRLDDVAAS
QGFEDLKKACPALIAAIYEKAAVPHKI*                                                    
>Sbic_07g007740                                                                 
MSAAAERPSTRIASMCAAAETARVTHSFKVVGKSVHKGFAVGMSIRSATFSAGGHSWCIKYYPSGNADNCKNYASVFLEL
VSKSTEATVLYDFRLVNQATGLSSSLFSSKAVFNDEKPTWGPRRFIIKSDLEASGYLKDDCLEIECDLTVIKVDEIDVPP
PNLQDDLQKLLESEEGVDVTFKVKDEVFQAHRIVLAMRSPVFKAELYGPMRNNKKGSIAVEDIEPPVFKALLHFIYTDSL
PIMNDLDAKDHHEMVKHLLVAADRYGLERMKLMCENILCKKLAIDSIATTIILADQYHCSKLKDACFQFINSSNRMDDVV
ASQGYNDLKRECPALTIEIWEKAAKSRKI*                                                  
>Sbic_07g026660                                                                 
MGSERGVARPRRSGRAKSFTHQFKLNFLETEKVAIGHLVSSEDISAGGHLWRIKCYPRGDRKENYGQYLAIYLQHQSKSK
DAEAIFEAFVMNKDGTASSSQRKRQVRVFTSKSSAKESWGWTRFVERSVLESLYVTNSGSFIIMCGVKILHEDSLEVPPS
DMGNHFGLLLDCAEGSDVSFIVDGEKFLAHRGCACRSLACLQGSMADSKMPSITLHDIAPATFKVMLRFIYTDAYPEEDE
LGDSYDMVRHLLAAADRFALDRLKIFCAADLWDNVLVDTVATTLICAETYNCPQLKKKCIDFIAEDNNFKKVVLKDGFVQ
LAQQFPAILDELREKVGV*                                                             
>Sbic_07g026670                                                                 
MLDSCSFTHQFKLNFLETEKVAIGQSVTSEDIFAGGHLWTLLCYPRGSRTEDNGVYLSMALQHQTKSESVKAIFEAIVMD
KDGTLSSSHKNKFVKVLAPGSNWGWPRFVERSVLESLYVTNGSFIIVCGVKVVVGDDPIEVPPSDIGSHLGLLLDCAEGS
DVSFVVDGKKFPAHRNVLAARSPVFKAQLMGSMADANMSSITLHDIVPATFKVMLRFMYTDACPEESELGDYPDEMFRHL



LAAADRFALDRLKLLCASKLWDNISVDTVAATLICAETYNCPQLKKKCIDFFGEGKDFKTKALLTEGFAQLVQNFPSILD
ELRQKLGG*                                                                       
>Sbic_07g026680                                                                 
MLDSCSFTHQFKLNFLETEKVAIGHLVSSDDISAGGHVWRILCYPPRGDRKEYNGKYLSIYLKHESESESVKAMLEATVM
DKDGNLSSSHRNCTMTLFTPKGSASANDSWGWDRFVERSVLESLYVTNGSFIIMCGAKVLLDNDPLKVPPSDMGSHLGLL
LDCAEGSDVSFLVDGDKFPAHRAVLAARSPVFKAQLLGSMAEANMSSITLHDIAPATFKLMLRFMYTDACPADAELGDSP
DEMFRLLLAAADRFALDRLKLLCASKLWDNVSVHTVADTLICAETYNCPGLKKKCIDFVGEEKNFKGAVLTDGFAQLVLK
FPSILDELRAKVGL*                                                                 
>Sbic_07g026690                                                                 
MSASVSSIFDSCFMYPFKLNFVETEKVAIGHSVRSMDFSAGGHVWSIDCYPRGDEENESGEYVSIFLQHESKSEDAKAIL
EAFVMDKDVKVVHDDPLDVPPSDIGNHLGLLLDCTDGSDVSFVIDGENFPAHRAVLAARSPVFKAQLLGSMADASMSSIT
LHDIAPATFKVMLRFMYTDACPADDELGDSSDEMFRHLLAAADRFAMDRLKLLCASKLWDNVSVDTVAATLIYAEKYNCP
QLKKKCIGFIAEEKNFKKVVLTDGFFQLAHQFPSIIDELKLKVGA*                                  
>Sbic_07g026700                                                                 
MLDYSYFTHQFKLSYSETENVAVGHKVCSEDILAGGHLWRIECYPRGRREEDNGKWLSILLRHVSEFRDAKAIFEALVMD
KDGALSSSHRYRCVRDYGPHRGAAESWGWKHFVQRRLLKSLYMTNSGSFTIACGIKVIQKDPLDVPPSDIGSHLGRLLLD
CTDGGSDVSFVVDGEKFPAHRAVLAARSPVFKAQLLGSMADANMPSITLHDITPATFKVMLCFMYTDACPADAELGDSPY
EMLQHLLIAADRFALDRLKLLCASKLWDNVSVDTVATTLMCAEIYNCPELKKKCIGFFGEGKDFKTKALLTDGFVQLAQQ
FPSILDELRDKVGA*                                                                 
>Sbic_07g026710                                                                 
MFDTRFLEFKLDFSQTKNLAAGEFISSEDISVGGQVWRINCYPPGSRPQKYGDHLSIYLHLVSKPSKSVKAIFQVFVLDR
DGEPSFNHTRRFLKVYPLPKGMQEWGWHRFATGSDLKLLYMVRGVVTLECGVTVAAASKYETLPVPPPDLVSHLGSLLDC
ATGSDISFVVDGKTFPAHRAVLAARSPVFKAQLFGFLADARMSSITLHDMDPAAFKVMLRFMYTDCLPGDDELGDAPAPS
AMLQDLLAMADRYALDRLKLFCAKKLWEYVSTDTVGVILHCAEMYNCPELKRNCITFVADEENVKKTLLSDGFLQLVQTI
PAIVAELRKKLGV*                                                                  
>Sbic_07g026720                                                                 
MSSITLHDIAPATFKLMLRFMYTDTFPGDAELGGCPSEMIRHLLAAADRYALDRLKLFCAQKLWDIVSVETVGATLACAE
MYNCSELKIKCIDFFALEKNFRQAVLTDGFVQLVQQFPSIIAELRERPVA*                             
>Sbic_07g026730                                                                 
MTMLEQRTIDSASREFRLNYEQTKRFAIDKAVYCDPFSICGHMWRIVCYPRGDIGSDSGEYLTLYLELLSTSTSGKAICD
ILLLNKNEENFLTEGHITWVCSIMVSRDVSIPMPASDIGKHFGMLLDSMDGTDISFTIDNETFHAHRAVLAARSPVFKSE
LLGSMAESTMPNITLCDIAPATFRVMLRFMYTDALPRDDELGDSPLEMMRHLLAAADRYALDRLKLICAQRLLDGLSVDT
VGTTLACAEMYSCLELKSKCIDFFTAGENFKKAFLTKGFIQLVQHFPSIIDELRERMGL*                    
>Sbic_07g026735                                                                 
MWRMNCYPSGVRGRNKGEYVFFFLELLNKSSCVDAIFVAWLKGNDQLNSTSVPRALACVFDEEEDEQGWRTSSFHKLTYD
MVNNYVEDGHIKFVCTIVVLQSNSVIPVPLSNIGKHMGTLLDSMDGMDVSFVIGGETFHAHRFVLAARSPVFKAELFGSM
VEATTMTPITLHEIAPATFKLMLQFMYTDALPGDEELGNTPIKTLWDLLAAADRYALDRLKLLCAQKLWEDVSVDTVAST
LACAKMYNCPELKDMCIDFFAEANNFKAAVLTDGFAKLVQQFPSIISELRERI                           
>Sbic_07g026740                                                                 
MADATMSTVTVQDIEPAAFKVMLRFMYTDSFPADKELGNSPTDMLQHLLAAADRYALDRLKLICSWKLIGHISVDTVGSI
LVLAETYNCPELKNKCLDFFGVEKNFKEAAFSDGFAILLQKFPSLAAELRRRVTGQS*                      
>Sbic_07g026750                                                                 
MAVGDLVCSDDISAGGHLWKINCYPRGDKEDEKGEYVSLYLELISDSKGVRTIFHAFCLGREDGASDSNFSLYKRFVKVY
SCECPEYPEGPVTWGWRQFVKRSVLESVCVANGRVTFLCNIIVLGADTIPVPPSNIGSDLGCLFDSNVGTDVSFILKGET
VQAHRAILAARSPVFRAELFGSMDEATASSITLQDMEPAIFKAMLAYMYTDEMPEDDELGGSPTEMVRHLLAAADRYALD
RLKLMCAQKLWGIISVDTFASTLVCAETHSCAELKSKCIDFFAAEKNFKRIVFTADFMWLVQEFPDLAAKLKQRVEI*  
>Sbic_07g026752                                                                 
PARRSPVFGSTADARTRCITLHDVKPATFQILLRFIYTDELPRDE                                   
>Sbic_07g026755                                                                 
MATTSSQSGFIEFKLDFAGTKTLAIGDIVPSDDFSAGGHVWRVNCYPHGDKAHSSGVVYLSLFLKLVSGSKNVKAIFDAF
LLGRDGQPSSSHGNRCVKVYPPEGFGSWGFPQFVERSVLESDYVKDGSVTFMLGVIVLQRDNPIPAPSSDIASHLGYLLD
HMDGSDDVTFSVGVEKFRAHRAVLAARSPVFKAQLFGSMADAKMRCITLHDIKPATFQILLRFIYTDELPRDEEIQSSSS
NIELFQNLLAAADMYQLAAPASYG                                                        
>Sbic_07g026757                                                                 
MGRDGEPSSEHSVRTSVLVYPPDGYSANRGWGLPQFVRRSDLERDYLTTDGFVTFMLGVIVLQQRDNDPIPVPASDIAGH
LGRLLDCADGSDVVFSVSGEKFSAHKAVLAACSPVFKAQLFGSMAEAKMRCITLHDIKPKTFQVLLRFMYTDELPRDDEI
QSSSNNIDLFQNLLVAADMYHLYRLKLMCARKLWDCVSAETVAEVLSCAEMYNCSELKSTCLDYFVLEENFKIAVLTDGY
FQLMQSFPSVIDEIRARRRFDRQT*                                                       
>Sbic_07g027390                                                                 
MSSPLVATCGRSSSLSVGKTSLARLSESGNVYAMFETFLLHRNGQPRHVNSGTCSIRPLTGLRLFKSDCPEWIPWKHNIL
RSDLERETSDIGKQFGSLLDSSDGTDVSSVIGTETFHAHRAVLAARSLVFKAELLGLLGPMVESTMSSITLHDIAPTTFR
AMLWFVYTDAFPGADKLGDSPSEMVQHLLATADRCLELKNKCIDFFASEKNFKKAVLTKGFVQLGQEFPSIIDELRQRIG



L*                                                                              
>Sbic_07g028630                                                                 
MTDGARVEAAPRLAQWRVEALPCYTYRKSLPFRIGLWNWYLSVERNNKQTCVKLFAENPNSPKNGPSAPIASFITKLLIS
LPPNQQTIVHPGIFDKQLKHDGFVWAIDSTVTGRFVIEIEFLDLKVADPSGGEPASIWASRQIKQCSDSTALSSLARMLH
EDILTDITINAADGSVRAHRAILATRSPVFRSMFSHDLREKELSTVDISDMSLDACRAFLSYIYGDVSGEEFLANRLALL
RAADKYDIDDLREACHESLLEDINMGNVLERLQTAHLYQLPRLKGGCLRFLVDFRKVYEMHDDLNAFLQTADRDLVAEVF
HGVLAAWSGR*                                                                     
>Sbic_08g001180                                                                 
MSSEDSLKSLSLDYLNLLINGQAFSDVAFSVEGRLVHAHRCVLAARSLFFRKLFCGLDPNHPPPPPPPPQPPTGGGGGAR
TPDLVIPVSSIRYEVLVLVLQFLYSGQASVAAPKSGPLPGCGARGCWHTRCGAAVDLALDTLAAARSFGVEQLALLVQKQ
LESMVKEASVDDVMKVLMASRKFEMQELWATCSHLVARSGLSADLLAKHLPIDVVAKIEEIRAKSPAGAAVSSATTPRSP
FLTHHYLPINAASSAADRDHKIRRMRRALDAADIELVKLMVMGEGLDLDDALAVHYAVQHCGRDVVKALLELGAADVNSR
AGPTGKTALHLAAEMVSPDMVSVLLDHHADPSARTLDGVTPLDVLRGLTSEFLFKGAVPGLTHIEPNKLRLCLELVQSAV
MVTTRDEGAGDAGGSDGGGNFPRSDADDSLVSLTMNSTLMYQGQEMAAAAVAAGEARKGNGGGGGRGSPSNLYFPNGGFP
*                                                                               
>Sbic_08g015510                                                                 
MDLTLTSTHLSYVARSTHLLNISNYSLPSTHSKVYCKSSVEVDGFEWEIRFYPMCSPHYQLELQLVFLGEAGADKLTAAL
SCRMVDPSGTFEPTAEKTSETTSFQHHSDSSQPLVIVSIFEAIDLPYRYRPYFDSNNESLTVECTVTVFRDPEAIPVPSS
NNLQQHLGELLASKAGSDVTFTVSGESFPAHKNVEKSSGRVEIKEMEAPVFGAMLRFIYTDVVPELDDVKPAEAATATAT
TATTLAQHLLVAADRYGLDRLKVMCERRLAFAVDAAGSVAATLAIAEQHGCSRLKAKCVEFIAGGSRENLDAVLRTDGFK
DLEVNHPALLTELLVAAHGRKKD*                                                        
>Sbic_08g017890                                                                 
MAATSAAVLSAAARLISRSAAAAASSGGCAHLLSAAKRMMSSRSASSIITREVTGHHNLTISGYAATRKAPVEWIASSQA
FDAAGYRWRIKYDPNGNSWNESNECISIFVELAHDNRGPRQEVKDPVQFKLSLLDRAGNPSPKYCRSNDASFFVDGQARF
QDFIRWKDLEESGCLKDDSFIVRCDITVIRKWAEGDDGSVGVGGVDGASSSRVVVPPSDLHKDLYDMLWKKQGVDVAIDV
AGETFEAHGWLLAARSPAFEAELLAAPKEKEKAAASGGAVRRRVEIRGMEPQVFKALLHFMYTDALPASMMEAAQDKQRA
VGMARDLIAAAHRYKLERLKLLCEEMLCRRIDVDTVAGTMAVAEQHGCGALEAACAEFLARPGNLKAVMETEGYEKIKAN
PTMMDLIMKQLV*                                                                   
>Sbic_08g017910                                                                 
MASAARACMSAAHRVTRSSIVTREVTGQHNLTISGYAATRKVPADWTATSPAFDAAGYTWRIKYDPNGNSWNDPISMSLF
LELADADDAGDGRQQETEPVQFGFSLLDQAGNPVPEYTRWFWEVGYFNGASRSKGFQRFISWRDLEESGCVKDDSFTVRC
DIAVVKKFATEAEGAAAVAPRVAVPPSDLHEDLGDLLWKKKQGMDVVIDVGGETFEAHGWLLAARSPVFEAELLAAPKEK
ASGGVVRRRVEVGGMEPKVFKALLHFMYTDALPPSKTEEEEQEQGGVDVAMAQGLLAAAHRYKLERLKLICEEMLCQSID
LDTVAGILAVAEQLGCGALKAACVEFLSLPGNLKAAMETQGYEKIKANCPIMIELILKQLLV*                 
>Sbic_08g017920                                                                 
MAVATPLLSAAARRCTRSASTIGRREVMDCHSLTIDGCTTFKMIPNTWFSTSESFMAAGHVWRIRFYPKGARECFLRRGY
MSIYLELDSAAGGGGGYYRTTDPVDFRFTLLDLAGNPVPQYSRAMAARVFSAESRRMGFNDFIRWKDLERSGCLKDDRFT
VRCDITVFQDYWTADDNDGDGAVAPVQQQVTVAVPPSNLHEHLGDLLGKKQGADVKVDVAGEALDAHGWLLAARSPVFEA
ELLAAAKEKAPSSGGGAARRRVVVEGMDPRVFKAMLHFMYTDVLPEMDQEEETVAMSQGLLAAAHRYELERLKLICEETL
CRRIDVDTAASTLAVAEQHGCRALKAACLEFMARPGNLKAVLETKGFEKIKANCPAVMLDLIMKQVAARMAIQQP*    
>Sbic_08g019560                                                                 
MKYMKLGSKPDAFQTEGNSIRFVTTELATDIVITVGDVKFYLHKFPLLSKSSRLQTLVASTSEESNDEVDISDIPGGPAA
FEICAKFCYGMVVTLNAYNVLAARCAAEYLEMFETVDKGNLIYKIDVFLSASIFRTWKDSIIVLQSTKSLHQWTENLKVV
NHCVDAIATRASMDPSEVDWSYTYNRRKLPSENGGGGGDAHTWNGVRKQQAVPRDWWVEDLCDLEVCLYRKVILAIKAKG
RTSSDVVGEALRAYACRRLLASLDHAVSNGLDCTKHRAALDVVADLLPAEKGSVSCGLLLKLLRASCLLESGEAYRGELI
RRIGAQLDRASVSDLLMPAESGDDAMYNVDMVAAILEEFLLQHKIDGSDQAKMQEDDDTMDVAADDVISSSKLAAVAKLV
DGYLFEIAKDPCLPLNKFIALAESMPPMSRPVHDALYRAIDVYLKVCANADESDDHGVDKKLTNLCCAHACIQEHPGMSK
GEKKRLCALMDCRKLTADASAHAVQNERLPLRVVVQVLFFEQVRQSAAAAACSAAGPARSLVLPRDDGASYGGSSRSATT
TATEDEQWGGGAAVGGAPTTSASGGDASSLRSVSQLSANKSGGRSGSGDRKKAKGGAVAPAPARRVLGKLWSGKASSVEN
SGSDDTSESPAGSLNLEETKSTPSRITRHSVS*                                               
>Sbic_09g019610                                                                 
MEAEQQKQPQRPRRKGQKRKLEDEASAAAAAAAAAAVAAAASSLGSAGADDDNEEEDGSAGTPEICCRHSHAALAREVRV
QVDVLVRCASSWRHADRAAAKRATHVLAELAKNEEVVNVIVEGGAVAALVCHLEEPAVAAPTQEEQQLRPFEHEVEKGAA
FALGLLAVKPEHQQLIVDAGALPPLVKLLKRQKNTTNSRVVNSVIKRAADAITNLAHENSNIKTSVRMEGGIPPLVELLE
SQDLKVQRAAAGALRTLAFKNDENKTQIVQCNALPTLILMLRSEDAAIHYEAVGVIGNLVHSSPNIKKEVLNAGALQPVI
GLLSSCCTESQREAALLLGQFASADSDCKVHIVQRGAVRPLIEMLQSADVQLREMSAFALGRLAQDTHNQAGIAYNGGLA
PLLKLLDSKNGSLQHNAAFALYGVADNEDYVSDFIKVGGVQKLQDGEFIVQATKDCVAKTLKRLEEKINGRVLKHLLYLM
RVGEKSVQRRVALALAHLCAPEDQRTIFIDNNGLDLLLDLLISMSSKHQQDGSAALYKLANKAAALSPMDAAPPSPTPQV
YLGEQYVNSSTLSDVTFLVEGKRFYAHRIALLASSDAFRAMFDGGYREKDARDIEIPNIKWEVFELMMRFIYTGSVQVTS
EIAQDLLRAADQYLLEGLKRLCEYTIAKDVNLDNVSDMYDLSEAFHAVSLRHTCILYILEHFNKICTRAGSPQLIQRVIP
ELRNFLTKALSSSRSPSPSDRNSQI*                                                      
>Sbic_10g000240                                                                 



MRSVEETKRSLTVAPFECAWAEELRFGEPGRGCIAFEASAQNDVTLVFRHLLGSQHYHYKTDTSRHYTVILGSHRNKRLK
IEVDGITAVDVTAVGLCCSSSFQSYWISIYDGCISIGQGKHPSNNLLFQWLDPDPNPHVQYVGLSSWDKHVGYRNISLLP
SAPPNSIFWTQIEYANVHWVADAGDYVRKQLSRDDCHQRVLADFLENWDFSDAVFVVGTERKVVPAHKLVLCASGDFPFE
MGDEATIVLPSASYPVLHSLLEYIYTGSTQIAEWLLTSVLELSSQFKVEPLVKCCKEIIDCLEVDKKLSDSGKILIKFPK
SGLQDHRFDSSPLKAPLNVQKVGEFLANGEHSDINIYVNGHGLVSKGHKLILSLWSAPLAKMFTNGMRESSATDIFFGDV
PPEPFFLLLQFMYYGKLKLDTRDTTSVLVQLLLLADQFAITVLQFECCKRIMECLSEDTVCSVLQAVSSISSCKPLEEVC
KRNFAMHFDYCTTACTDFVLLDEAPFKDILEHGDMTVTSEERVLDVILTWCMGACETFHWTSVDELLRSSTPEQLFGERL
SGINTLLPLVRFPLMQLSILKRMERSTLANDIQAFRQLVAEAIEFSHAGQLMLTSYECERFQHRRSSYKELQYISDGDNN
GVIYYAGTSFGKHQWMNPVLTKNITVVASSPNSRHTDPKALVSKNYQGTCFAGPCIENGKKLSWWMVDIGQDYQLMCNYY
TVRQDGSTTFMRSWALQGSMDGRNWTSLRVHDDDPTICHPGQFASWPIVGPAALLPFRFFRVALTGPAAGCAWNLCICFL
ELYGYFR*                                                                        
>Sbic_10g001810                                                                 
MEPVKLVEGYNFDDHTTSDVRVCFKLIDEQPEWFSCHSSVLSQNSKYFADRLGQNDIRSNSCIEIECPRAEYDHYVKMLK
LMYLPGESVVDSFDSVKSALGVLRASNSLGCELVTKGCIAYIEAASWDENEEEEILEVARSLGSDAVSLLARLHAPSADA
VKNVFISAIRFATCMETPFPPFLDDLKTSAQEQIDFMIHEDDETALVTMDEDVRSVVQEGTTKLLSGLRTGLDLLATEFD
QSPDLAEKGILSSLADIDWVANLLAKIEMMHAFVSGWSEISDHILSVVHDKKYSSGLWAVKAKLIEVTGKALDAVGYGTV
VLPASSRVHLLKTWLPYIQMTKPLLDENSKDETSLQMDSDMCQNIESAIVSMVLALPSDDQADILSEWMKNAEQFRYPDL
TEAFEVWCYRTKTAKRRLVGGLNGSSNPTVSL*                                               
>Sbic_10g003110                                                                 
MPASKTVSTSAAETDLGTHVFHVVGYSHQKAICAHKDTSILSGRFSVGGHEWALVLVADIYNDDHPDCVAISLLLDPFAA
PGVLASFELRLVNQSTGLPFTVHKEAPMVFDDNNDMAATCWIKRSLLESPTYLQNDRLTVECIVTVIKERLVSKTKSLPR
IEVPPPNMAENFGSLLETDLGADVTFSVGDETFKAHKIVLATRSPVFKAELYGPMKEEGMKPITIKDMQPDVFRALLRFI
YTDSLPPLDDLEADDHSEMIRHLLVAADRYAIERLKLICQSFLCENLNVQTVATTLALADQHNCDILKDACIDFITCSNE
MDGLLSSQGYKNLKRTCPAVVIDVFEKTSKFRKA*                                             
>Sbic_10g005710                                                                 
MKFMKLGSKPDAFQTDGSDARYVLSDLPSDIVIHVEDARFYLHKFPLLCKSSLLQRLIIEASQNGTDEVVIQDIPGGVKT
FEICAKFCYGMVVTLNAYNVVAARCAAEYLGMTEDVEKSNLIFKIEVFLNSGIFRSWKDSIIALQTTDALLPWSEELKLV
GRCIDSIATKATVNPSNVMWSYTYNRKSASSDEIVEARKSSQAVPKDWWVEDLCELDVDLYRRVMVAVKSRGRIPSDVVG
EALKAYAARWLPECCDMLAEDAYSEAYKHLLETIVWLLPSDKGSSGISCCFFLKLLKVTVLIGAGELLKEELVDRIVLQL
HKASVNDLLIPSKPPAQTVYDVQLVQTLISRYMSHAGVAQDGIFLNNLDQEMFETNVDSESLLALCKLVDRYIAEVASDP
NLSVSSFVDLVTSMPETARPTHDGLYTAIDVFLKLHPGLPKMEKRKISSLMDVKKLSKGACIHAAQNDRLPLRVVVQVLF
FEQLRAAGAAAAATPNVSVARCMARLAEEEEEDDHEHWKEGRALPEPPTPGALKRQLGSLKLGGDGDDGRRLVARSSSVA
NQSSRLSLSSRSRRIFDRLWVGGSAKLPGEAAATAAVGKGSSDTSGSSQSPRSSAKPLESKSSSSSSRNRRYSVS*    
>Sbic_10g012120                                                                 
MDSEPDFELRGLDIDVELDPEDLQPSVPLKKVPGGDLFEAARAGDCDRLALLLEAGANVNARDRWDSVALYYACLAGHAE
AARMLLEAGAVCAERTFDGDRCHYAALNLRLRWLLKSFEARPPPLAPLPAALRATFLACPANRTAFLEMLQGSAGAESAA
LAAAAGFGPKDDPSSACLFPPDITFYVDRKPVEAHRVILCARSPFFEKKFKTDWKDRKEVRFSNQKLYYGALYSLIHFFY
SDRLEVAVDDMENLARACKVCKCEELQKILDKEVVHQKYAEYKSAKELDLDNSQKRFILQAQSLPKEDRLPSALQRILQT
CLANSREGDYSEESNEMIRNSEDDDLADLYIKVGDKVFHCHQVILASRSEYFRARLSRTVDFLDGNSGFQAAQNVPLLEE
HDLSAEAFEKMLEYMYTDKLEHLDPDQAEELFDVASRYLLFPLKRVVADMLLPYLEHVSPAELCHWLMLSDIYGVMKIRE
YILDIIACNFEMFADTREFRALLLTLPPPSGDDSLRTTRPSAPGTGGNTDQGNILDDLREKWLEAEGAELDERDESAALF
DRRLEMLMLVAEKEADDVDA*MDSEPDFELRGLDIDVELDPEDLQPSVPLKKVPGGDLFEAARAGDCDRLALLLEAGANV
NARDRWDSVALYYACLAGHAEAARMLLEAGAVCAERTFDGDRCHYAALNLRLRWLLKSFEARPPPLAPLPAALRATFLAC
PANRTAFLEMLQGSAGAESAALAAAAGFGPKDDPSSACLFPPDITFYVDRKPVEAHRVILCARSPFFEKKFKTDWKDRKE
VRFSNQKLYYGALYSLIHFFYSDRLEVAVDDMENLARACKVCKCEELQKILDKEVVHQKYAEYKSAKELDLDNSQKRFIL
QAQSLPKEDRLPSALQRILQTCLANSREGDYSEESNEMIRNSEDDDLADLYIKVGDKVFHCHQVILASRSEYFRARLSRT
VDFLDGNSGFQAAQNVPLLEEHDLSAEAFEKMLEYMYTDKLEHLDPDQAEELFDVASRYGVMKIREYILDIIACNFEMFA
DTREFRALLLTLPPPSGDDSLRTTRPSAPGTGGNTDQGNILDDLREKWLEAEGAELDERDESAALFDRRLEMLMLVAEKE
ADDVDA*                                                                         
>Sbic_10g020060                                                                 
MDPDFSRASGGPSFEFAFNSVNFSDRVLRIEIVAGDDALGAKGAAGEGCSSLADWARHRKRRREELRRGKESGKYMPDPG
NCKVEAEECDAYEEGNEPVAMIEESPPDIEPDGEDGESSDSSWSMECTQVLRVKSIYISSAILAAKSPFFYKLFSNGMKE
SDQRHATLRITASEENALMELLSFMYSGKLTTNQPTALLDILMVADKFEVVSCMRHCSQLLRSLPMTTESALLYLDLPSS
ISMAAAVQPLTDTAKEFLANKYKDLTKFQDEAMNIPLAGIEAILWSNDLQVASEDAIYDFVIKWARAQYPKLEERREILG
TRLLPLVRFCHMTCRKLRKVLACSDLDHEQATKCVTEALLYKADAPHRQRALAADVMTCRKYAERAYKYRPLKVVEFDRP
YPQCIAYLDLKREECSRLFPSGRIYSQAFHLAGQGFFLSAHCNMDQQSAFYCFGLFLGMQEKGSTSVTVDYEFAARTRPS
GEFVSKYKGYYTFTGGKAVGYRNLFAIPWPSFMADDSLFFIDGVLHLRAELTIKQP*                       
>Sbic_10g026720                                                                 
MTDPRHPYSGGDWIMSRVRLINNGAREVAALFSCRLVDPRSPADSLEKTTSSVFYENKSRDVFLIRRSELWESSRRYLKD
GCIIVQCAITTLPGHPKDAVAYAAPSVPSSDLHKQFGELLLSQVGADITFVISGEWITAHRCVLAARSLVFMAKLFGNMK
EKASSCFEIDDMEVEVFRAMLHFIYTDTVPKLDQLKGEEATVIAQHLLEAADRYGLERLKRICAEKMCMNIGVDTVATTL
ALAEQHGCSKLKSKCMEFISACPKNLQAVAATEGYKHLEASCPLVLTELLSSRLSLKGNKHEVVGHSTVGDSK*      



>Sbic_10g026730                                                                 
MRMQNYAACINLTNSARSVQLFKIDAFTATREKGQGSIASTRTSVGGYDWVINYHPRVWFSDQYWIMFRITLDSNGTGVV
ASFACRLVDVVDQTGGGQHLGSSSSPVPAAITSATLSKGQANDVYITTRSKLASSGYLKDDSFLVECVITVLIENRSPTQ
DAAAAAANLAPTTTSAAAAPPSDLGRHFGELWRNQKGTDVTFLVSGEPIAAHKCVLAARSPFFMAELFGDMKEKASQHVE
IEDMRPEVFRALMQFIYTDTSPPELQVEGKEEEEEEDARMMAQHLLVAADRYGMERLKIICEEKMCADISVDTVSTALAL
AEQHGCSELKARCIKFIVATPANLRAVVKTEGYAHLIASCPSVVHDLLLAIMADRHK*                      
>Sbic_10g026740                                                                 
MPSSLQQQYSITPSMGVSFSNLTDAACVVHQFKINGYSATKSMARTDSLPSKRLAVGGYEWEVHYTPSLVVDGGYWIAFR
LVLLSAPRRNDVKAAFRCRLLYTSSNSLQQRGACVRDAIGNVEGQISHAFKRAKESSGWIPLRKRNDVEAAGVIENDSFT
AECTITVVTELPPEPDTAKTNVVRPPMPPLSGLHSLHHDLGELLSKATGSDVVLVVSGETFAAHKAILASRSPVFMAQFF
GPMKETRSERVEIMDMEAAVFGAMLRFMYTDMVQELERQEDGAIIAQHLLAAADRYGLDRLKSMCEDKLCDGTRVETAAT
TLALAEQHCCPKLKARCVEFIAANLDDVMATEGYKHLMTSSPLVLNDLLRAVRGRKN*                      
>Sbic_10g026750                                                                 
MSDGDALKSRWKVGGYDWEVQLFPNSIVVLHLYLRSNIVSPDSSVKVMFSARVVDPSGKLKRHQGILSVAHNFKRSGYRC
YGGPLMSRSELQTSDDLVPSSGLNHHLGELLHKGTGADVTLVAAGESFAAHKAILASRSPVFMAEFFGHMKEKRSPRVEI
KDMDAAILGAMLRFIYTDSVPEPEDGDDGEVAAMHTAQHLLAAADRYGIDRLKVACEDRLFDGVTVDTARGDDSGLGGAA
RLCVELIAANLEAVMATDGYKHLTASCPSVMDDLLMAVHRRKN*                                    
>Sbic_10g026760                                                                 
MKPATAITKITEAARSVQLLQIDGYSATETMSKSDYIGSTWNVDGYEWEVRVDPEYDYSRASWVALRLIILSKPRAVEVR
AHFTGRLVDPTGRLQPSEDDDSISHVFHHRREQTKVLLVEKRDDIASAGYLDNDSLTVECSITVLRELPEVVFPPAATKE
EVPSSPPPTPSSDLHKHLGELLESKKGADVTFLLASSAGGGERFPAHKTVLAARSRVFMAEFFGGMEERTSRVVEVQDVD
PAAFEAMLRFVYTDVAPPELDDDDDEEPAAAATMAQHLLAAADRYGLDRLKAICEAKLAGCVDVGTAATTLALAEQHGCA
MLKAKCVDFVTGSPETLDAVLATEGYAHLAASCPLVLAELLKSARGKKI*                              
>Sbic_10g026770                                                                 
MEHDGKNLTVTEVVRSVQLLKIDGYSATSTMVGSSEFIKPRSRWNIDGHEWEVHFYPDHCQFLEDEDVIPPFDDFIQWVA
LKLILVSEPQRDKLRVNLSCRLVCPSQRHLGPSEEKSVSHVFHRGSKCSPEVLLMTKYDVPSSGYLVNDSLTVECTITVL
GGDEEQPLPVPPPSDMHKHFGELLQSQEGVDVMFHVSGESFAAHKVILAARSPVFKAKFFGGLEETSSESVVIEDMEPVV
FRSMLHFIYTDMAPELDGDEDPQAAAIMAQHLLAAADRYGLDRLKLICECKLSGGIGIGTAATTLVLAEQHHCSLLRAKC
IEFITKSPETLDAVLATDGYAHLVASCPLVLAELLRAVAHGRKI*                                   
>Sbic_10g026780                                                                 
MAEFFGGMNERSSQTVRIEDMDDDVFKAMLHFIYTDRAPELDEEPDVAVTMAQHLLVAADRYGLDRLKLICGSKLAGGIS
IDTVATTLAVAEQHSCSLLKAKCVDFIARSPETLDAVLATEGYNHLVESHPLVLTELLRAAHGRRI*             
>Sbic_10g026790                                                                 
MEHGRTVLTEAVRKVQLLKIDGYCATSVMKHSDYIKSKWNVDGHEWEVRIHPNYYNNNNHWDPWMAVKLILHGEPRRNKL
KVNLSCRLVDTSHRLDPSAEKSLSHVFPSCDGCTVAVMSRDIIPSSGYVVNDSLTVQCTITVLKELADIEVPANTEAPPL
PPSDLERHFGELWQGQRGADVTFVLDTRERFLAHKAILAARSPVFMAEFFGGMNEKSSQSVRIEDMEASVFKAPELNEEL
EVAMAMAQHLLAAADRYGLDRLKLMCETKLAGGISIDTVATTLALAEQHNCSLLKTKCVDFIARSPETLDAVLATEGYNH
LVESCPLVLTELLRAAHGRRI*                                                          
>Osat_LOC_Os01g09800                                                            
MEPPTSHVTNAFSDSDSASVEEGGADADADVEALRRLSDNLAAAFRSPEDFAFLADARIAVPGGGGGGGDLLVHRCVLSA
RSPFLRGVFARRAAAAAGGGGEDGGERLELRELLGGGGEEVEVGYEALRLVLDYLYSGRVGDLPKAACLCVDEDCAHVGC
HPAVAFMAQVLFAASTFQVAELTNLFQRRLLDVLDKVEVDNLLLILSVANLCNKSCMKLLERCLDMVVRSNLDMITLEKS
LPPDVIKQIIDARLSLGLISPENKGFPNKHVRRIHRALDSDDVELVRMLLTEGQTNLDDAFALHYAVEHCDSKITTELLD
LALADVNHRNPRGYTVLHIAARRREPKIIVSLLTKGARPADVTFDGRKAVQISKRLTKQGDYFGVTEEGKPSPKDRLCIE
ILEQAERRDPQLGEASVSLAMAGESLRGRLLYLENRVALARIMFPMEARVAMDIAQVDGTLEFNLGSGANPPPERQRTTV
DLNESPFIMKEEHLARMTALSKTVELGKRFFPRCSNVLDKIMDDETDPVSLGRDTSAEKRKRFHDLQDVLQKAFHEDKEE
NDRSGLSSSSSSTSIGAIRPRR*                                                         
>Osat_LOC_Os01g56200                                                            
MPARSAVVVIAMEPSSSITIASSSSYLSNGSSPCSVSLAPPGAGAVAAQAAPVAAGEGGGGGGGGGGGGSSSVEVVSLNR
LSANLERLLLDSDLDCSDADVDVADGGPPVPVHRCILAARSTFFYNLFAARGRGGDGAAGGGGGGGGGGGERTGGRPRYK
MEELVPGGRVGRDAFLSLLGYLYTGKLRPAPDDVVSCADPMCPHDSCPPAIRFNVEQMYAAWAFKITELISLFQRRLLNF
VDKTLVEDVLPILQVAFHSELTPVLEKCIRRIARSNLDNVSLDKELPPEVAVQIKEIRQKSQPNEGDTVISDPVHEKRVR
RIHRALDSDDVELVKLLLNESEITLDDANALHYAAAYCDSKVVSELLDLRLANLNLKNSRGYTALHLAAMRREPAIIMCL
LNKGAAVSQLTADGQSAMSICRRLTRMKDYNTKMEQGQESNKDRLCIDILDREMIRKPMAVEDSVTSPLLADDLHMKLLY
LENRVAFARLFFPAEAKVAMQIAQADTTPEFGIVPAASTSGKLKEVDLNETPVTQNKRLRSRVDALMKTVELGRRYFPNC
SQVLDKFLEDDLPDSPDALDLQNGTSDEQNVKRMRFCELKEDVRKAFSKDRADNSMFSILSSSSSSSPPPKVAKK*MPAR
SAVVVIAMEPSSSITIASSSSYLSNGSSPCSVSLAPPGAGAVAAQAAPVAAGEGGGGGGGGGGGGSSSVEVVSLNRLSAN
LERLLLDSDLDCSDADVDVADGGPPVPVHRCILAARSTFFYNLFAARGRGGDGAAGGGGGGGGGGGERTGGRPRYKMEEL
VPGGRVGRDAFLSLLGYLYTGKLRPAPDDVVSCADPMCPHDSCPPAIRFNVEQMYAAWAFKITELISLFQLHLQDYFFLQ
KQRLQCKLHKQTPHQNLALFLQLALLEN*                                                   
>Osat_LOC_Os01g57230                                                            
MATMKLGSKPEIFVLEGLTWRCMTELESDVVVEVGEMSFYLHKFPLLSRSGVLQRMISEYQAPQEDGGGGGGMCTLQLDD



IPGGAKAFELAARFCYDVKIELNAHNVVCLRCAAEYLRMTDDYAEGNLITQAESFLADVLANWKDSIKALETCEGVLPTA
EDLHIVSRCITALASKACASDAAACSTGHAAASASAVAVAAKNASYDALWNGIGSGGTPRGGGGAAGAAAGCSGMDWWYE
DVSFLSLPMFKRLIQAMEGKGMRPESIAGAIMFYAGRFLPGLKRNTSFSNASFGGDCGAGSRSITPRAANVSAPSEGDQR
YFLEEIVALLPAKKGVASTRFLLGMLRTAMLLHASPLCRENLERRIGAQLEDACLDDLLVPNLGYTVETLYDIDCVQRIL
DYFMSSTDGLGTGYTSPAVVEEGSQLGALHAGSPSSLSPITMVAKLMDGYLAEVAPDTNLKLPKFQALAAVVPDYARPVD
DGIYRAMDIYLKSHPWLSESEREQLCRLMNCQKLSLEACTHAAQNERLPLRVVVQVLFFEQLRLRTSIAGWFFVSGNAAA
GGDGAPQPHPGGSAIVPKGAAAAGQSDADAEADEGKGKELPAEAITDVKARVSELEKECMSMKQEIRRLGKPRRSWSLLT
RKCRFGTKVQQAQPTMSSK*                                                            
>Osat_LOC_Os01g66890                                                            
MACLELDSSQFLLNGDGSVIGSPFDIQLECNSFTGSKAVQDHSRYTLPSQCTNAPDPPPLPGTSYGTHRTSRNAKACRCV
PEEIQDFWDRMFFEAYQYDLRVLTEDGNEIMSHSCVVGIKSPVLRAMLEEAKVQGGIRHILIPGVPSEAVHVFIRFLYSS
RFEQYQMKRYVLHLLVLSHVFSVPSLKRVCINQLETSLLSPENVVDILQLARLCDAPRLSLVCTRMIIGDFKAITQTEGW
RVMRQANPSLEQELLESLVEEDTKRQERARRLEENKVYLQLHEAMEALIHICRDGCRTIGPRDQTLKSSQAVCRFPACKG
IELLLRHFSACKMRVPGGCANCKRIWQLLELHSRMCSALETCHVPLCRHFKEKMQHLSRKEEAKWNLLVSKVLESKATTS
SISERRKFPSLKT*MACLELDSSQFLLNGDGSVIGSPFDIQLECNSFTGSKAVQDHSRYTLPSQCTNAPDPPPLPGTSYG
THRTSRNAKACRCVPEEIQDFWDRMFFEAYQYDLRVLTEDGNEIMSHSCVVGIKSPVLRAMLEEAKVQGGIRHILIPGVP
SEAVHVFIRFLYSSRFEQYQMKRYVLHLLVLSHVFSVPSLKRVCINQLETSLLSPENVVDILQLARLCDAPRLSLVCTRM
IIGDFKAITQTEGWRVMRQANPSLEQELLESLVEEDTVSLSAAT*                                   
>Osat_LOC_Os01g68020                                                            
MCEGVRAAGDAAAAADVDVITSSGRRRIPAHSTVLASASPVLESILQRRLKKERDAAAGGGKVRRAVVLIRGVTDDAAAA
FVRLLYAGSSGDEEEIDEKSAAQMLVLAHAYRVPWLKRRCEGAIGSRLTAESVVDTMQLAALCDAPQLHLRCTRLLAKEF
KAVEKTEAWRFLQENDPWLELDILQRLHDADLRRRKWRRKRAEQGVYVELSEAMDCLSHICTEGCTEVGPVGRAPAAAPC
PAYATACRGLQLLIRHFSRCHRTSCPRCQRMWQLLRLHAALCDLPDGHCNTPLCMQFRRKEEEKAAAKAKAKAGDDDDKW
GLLVKKVRVARAMSSLGKRRQMSCSQC*                                                    
>Osat_LOC_Os01g70670                                                            
MAAPPVSGDGAAAAAPVVALGAAGAVGGPRPYEVAVAAAELRPVDCNLAALCDHVQAEGFGSGAFSDVVVEAMGATYRLH
RLIISRSAYFRNMLHGPWREAGAPTVVLHIDDPNIDSEAIAIALAYLYGQPPKLNDNNAFRVLAAASFLDLQDLCTICTD
FIISELWTSNFLQYQLFAESQDYGSHGERVRNACWGYLCQSATLELREVLPKLSSQTLHALLTSDELWVPNEEKRFELAL
YALLAKVTLSDVEVSGNENLNLTSSSANSDHSMRKGKSPMNEAGEEQLMGSELQNLKLHDNTETISAHNTSDIPDMVIPQ
DSTAYSIEQNAEASRRKVNDFSTGGPSGESTSYQFNEDIWLSSDQTRNYLSRTSSSNGLVPTEWGKPNAPLWGGRVVGRR
QVRCVRGSSSLSADEYNAFMNIFERGSLLYCNMSFDALLSVRKQLEEFGFPCKAVNDGLWLQMLLCHRVQAIVADTCTNC
CLTGNSCACKQAHVSSHHHYRQEHDRSSASGTVGNIYLTDAHGEGNAVFGPVRVNVRGAVDGLAGIGRGNSNVPGAAWAP
TRYVFSRVPYGLGSRNGQQPFANDESEPRVDYNGDISGDGLTALVNLSQESSASHHQTESIFETGIQVRYSGAASVSTPG
GSSLQMQESKEHELGSNLETTENTTISLDMKTPLSHFPPFRFGVEFEDVHRLADSQVKHSTEVFYAGSLWKVSVQAFNDE
DPHGRRTLGLFLHRRKAEPLDPLRKANMYVDHREKVTARYQLICPSKREVMIFGSLKQAGTLLPKAPKGWGWRTAILFDE
LGDLLQGGSLRIAAVVQLV*MAAPPVSGDGAAAAAPVVALGAAGAVGGPRPYEVAVAAAELRPVDCNLAALCDHVQAEGF
GSGAFSDVVVEAMGATYRLHRLIISRSAYFRNMLHGPWREAGAPTVVLHIDDPNIDSEAIAIALAYLYGQPPKLNDNNAF
RVLAAASFLDLQDLCTICTDFIISELWTSNFLQYQLFAESQDYGSHGERVRNACWGYLCQSATLELREVLPKLSSQTLHA
LLTSDELWVPNEEKRFELALYALLAKVTLSDVEVSGNENLNLTSSSANSDHSMRKGKSPMNEAGEEQLMGSELQNLKLHD
NTETISAHNTSDIPDMNAEASRRKVNDFSTGGPSGESTSYQFNEDIWLSSDQTRNYLSRTSSSNGLVPTEWGKPNAPLWG
GRVVGRRQVRCVRGSSSLSADEYNAFMNIFERGSLLYCNMSFDALLSVRKQLEEFGFPCKAVNDGLWLQMLLCHRVQAIV
ADTCTNCCLTGNSCACKQAHVSSHHHYRQEHDRSSASGTVGNIYLTDAHGEGNAVFGPVRVNVRGAVDGLAGIGRGNSNV
PGAAWAPTRYVFSRVPYGLGSRNGQQPFANDESEPRVDYNGDISGDGLTALVNLSQESSASHHQTESIFETGIQVRYSGA
ASVSTPGGSSLQMQESKEHELGSNLETTENTTISLDMKTPLSHFPPFRFGVEFEDVHRLADSQVKHSTEVFYAGSLWKVS
VQAFNDEDPHGRRTLGLFLHRRKAEPLDPLRKANMYVDHREKVTARYQLICPSKREVMIFGSLKQAGTLLPKAPKGWGWR
TAILFDELGDLLQGGSLRIAAVVQLV*                                                     
>Osat_LOC_Os01g72020                                                            
MEETLKSLSMDYLNLLINGQAFSDVTFSVEGRLVHAHRCILAARSLFFRKFFCGAAADQAAAPPGALLLDHLSPRSPSGG
ASASSPRGAGGSAAAAAAATPGAVIPVSSVSYEVFLLLLQFLYSGQVSLVPQKGEPRPGCGERGCWHTHCAAAVDLALDT
LAAARSFGVEELALLTQKQLAGMVEKASIEDVMKVLMASRKQDLHQLWTTCSHLVAKSGLPPEVLAKHLPIDVVAKIDEL
RLKSMSRRSPFLSHHHHHPHAAAAGIEASSAAELDDHHKIRRMRRALDSSDVELVKLMVMGEGLNLDDALALHYAVENCS
REVVKALLELGAADVNHPAGPAGKTPLHVAAEMVCPDMVAVLLDHHADPNVRTVDGVTPLDILRTLTSDFLFKGAVPGLA
HIEPNKLRLCLELVQSAAMVMSREDAQTAAVNAAPIYGESPGGGGGGGVYNASGTSSSMVNLSLDNRMVYLNLGMDAQFG
KMNDGGDGDDGGSRGPSSLFSPHGFP*MEETLKSLSMDYLNLLINGQAFSDVTFSVEGRLVHAHRCILAARSLFFRKFFC
GAAADQAAAPPGALLLDHLSPRSPSGGASASSPRGAGGSAAAAAAATPGAVIPVSSVSYEVFLLLLQFLYSGQVSLVPQK
GEPRPGCGERGCWHTHCAAAVDLALDTLAAARSFGVEELALLTQQLAGMVEKASIEDVMKVLMASRKQDLHQLWTTCSHL
VAKSGLPPEVLAKHLPIDVVAKIDELRLKSMSRRSPFLSHHHHHPHAAAAGIEASSAAELDDHHKIRRMRRALDSSDVEL
VKLMVMGEGLNLDDALALHYAVENCSREVVKALLELGAADVNHPAGPAGKTPLHVAAEMVCPDMVAVLLDHHADPNVRTV
DGVTPLDILRTLTSDFLFKGAVPGLAHIEPNKLRLCLELVQSAAMVMSREDAQTAAVNAAPIYGESPGGGGGGGVYNASG
TSSSMVNLSLDNRMVYLNLGMDAQFGKMNDGGDGDDGGSRGPSSLFSPHGFP*                           
>Osat_LOC_Os02g16000                                                            
MAGSEAAAAQEAEMDPDFSGGGGGGPSFEFAFNSVNFSDRVLRIEVVAGDDDDDDDHAPGSSRDGGAGSLSDWARHRKRR



REELLKEKESEAVMPDQINCKVEPEECDAYEENQEEPVAMMDDSPPSVGPDGDDGPSMDSPWSGGVSTPVLRVKNIYISS
AILAAKSPFFFKLFSNGMKESDERQATLRITDSEENALMELLSFMYSGKLTSTDPTLLLDILMAADKFEVISCMRYCSQL
LTSLTMTTESALLYLDLPCSISMAAAVQPLTDAAKEYLSNKYKDLTKFQDEVMNIPLAGIEAILSSNDLQVASEDAIYDF
LIRWARAQYPKSEERREILSSRLLPLVRFSHMTCRKLRKVLICTDLDHEQATKCVTEALLYKADAPHRQRALAADVTTCQ
KFAERAYKYRPLKVVEFDRPYPQCIAYLDLKREECSRLFPSGRMYSQAFHLAGQGFFLSAHCNMEQQSTFYCFGLFLGMQ
EKGSMSVTVDYEFAARTRPSGEFVSKYKGNYTFTGGKAVGYRNLFAIPWSTFMADDSLFFLDGVLHLRAELTIKQPTV* 
>Osat_LOC_Os02g20590                                                            
MANHCNNTSSVTVAEVARGSHVIKIDGYLRTKELMENGKYVSSIPFSVGGHSWFITYFPNGVNTESKDYLSVFLTIDFAC
AGGVKATFSFALLDKNGRSVQLYSKLYPLHTFTEKGSDWGHSKFMKKTDLERSVHLSNDSFSIMCDLTVMKDICSKETTQ
KQFVVVPPSDLHQHLGDLLLKNMDSTDVTFNVGQDIFSAHKCILAARSSVFRAEFFGAMSAKARRTIKIEDIEAGVFRAL
LHFIYTDSLPETAQNIVMAQHLVVAADRYNVGRLKLICEEKLSKHIDSNMVATTLALAEQHSCYGLKEACFEFLASRSNL
ERMMASDDYEHLKISCPSVLMELVARFLPQQEK*                                              
>Osat_LOC_Os02g20600                                                            
MDGTDVTFDIGQDIFSAHKCILAARSSVFKAEFFGAMSAKAHRTIKIEDMEAGVFRSLLHFIYTDALPETALDVVMTQHL
LVAADRYNVERLKLICEEKLSKHIDSNMVATTLALAEQHSCHGLKEACFKFLSSDANLERMKASEGYEHLKVSCPFVLKE
LIARFISPEMEAAREITMDLQNLKIWVETFDSLCYNFENYKKFWRSNKDTRKGKEMVFCTHGRIYSRKAGVRRHR*    
>Osat_LOC_Os02g20620                                                            
MANDCNTISSAIVAEAVSGSHVMKIDGYSKTKALIKNEECLSSTPFSVAGYTWTIRYYPNGQSTECREYLSLYLFLDSFA
RDVKAIYSFKLLDKNGRPLLLNSIASPVKTFKLRGTGWGYPMFIKSKDLKASESLRDDSFSIRCDVTVMKPICSKETPAM
PKPSVEVPPGDLHQHLGDLLKNMDGADVTFDVGQERFSAHKCVLAARSSVFEAMFFGATRAKPRRSNIKIEDMEAGVFRS
FLHFVYTDLLPDTSQDVVMAQ*                                                          
>Osat_LOC_Os02g20690                                                            
MANDTNNTSSSVIATETTSASHVIKIDGYTVTKDLMENGEFVSSIPFSVGDFLWNVRYYPNGNCSKNADYLSFSVFLESH
WAEDVKAKFSFKLLDTNNKPVRSRNFISNTHNFSRRGSNWGYSRFIKKRDLEQSEHLIDDSFTIRCDLTVMKGFSSKGSH
CKPSVEVPAGRLDLHLGNLLSNKKMNGKDVTIYVGKERFRAHKCILAARSSVFRALFFGAMIAETPRTIEIEDMEAGVFR
LLLHFMYNDSLPETWSQDAMMAQHLLVAADWYNVGRLKLICEEKLAKHIDCNMVATTLALAEQHSCQGLKEACLEFLAST
NQS*                                                                            
>Osat_LOC_Os02g20720                                                            
MLHPSPESHPTFRMTDNCNTFSTIVAEAVSGSHVIKIAGYSRIKVLLRNGESLTSIPFSVAGHSWTIRFYPNGDSAESQD
YLSFYLILDSANSYDVKVIFSFELLGKNGRSVSSYSFTTDLRTFSYKGSLWGYNKFIHQTVLEESSAHLRDDSFSIRCDI
KVFKEIYSQETKGVHSKFVEVPPSNLHQHLGNLLDSMDGSDVVFEVGEERFSAHRCVLAARSSVFKAELLGTMKEKADGA
IQVDDMEPGVFKSLLHFIYTDSLDTMAQEDQSRDEASEEEDLVMAQHLLVAADRYNVERLKLICEEKLCESIDSSMVATS
LALAEQHNCNGLKEACFEFLASPSNLLEMMASDGYDHLKTSCPAVLKELTTRFLPPETKASEEITIGLYN*         
>Osat_LOC_Os02g38320                                                            
MALSTAFSALPTSPADVRVVTADGSGIRAHSSVLASASPVLERMIEQAPRGGVVPIAGASTGAVVVFLRFLYAASVRGAA
AAAAAAEWEEAALAEHGAALMALAHAYRVAGPLKRRAEEAVAARVAAEGAVDAMKLAALCDAPRLYLWCARLAGRELAAV
RESEGWRFAARHDAALRADLLQLIRDADQRKERWGRERGSQGVYLQLSDAMAALERVFARAAHGSPPPLPPPRTGQCCRM
ASPCAHRRGLLQLARHFFAGCGRRVAGGCTPCRRFFLLLRLHSSVCDKSDDDSCGVPLCSNFKTNMEKGKVDKTWKLLVK
KVMRARVMSAWAKRPVPAPEIVQKSWAKYNSSSRSRAARFR*                                      
>Osat_LOC_Os02g52316                                                            
MVAAAEFPSYVSVPPSDLHRHLGKLLTSGDGTDVTLEAGGETYKAHRSVLAARSSVLKAELLGPMAQPRSTAAATPTRIN
DIEAPVFRAMLHFIYTDHLSSTMATDGFEHLTTSCPAILKELMSKLVVH*                              
>Osat_LOC_Os03g10800                                                            
MKFMKLGSNPDTFQDDGNEVSIVATELVSDVTVRIGTTKFYLHKFPLLSKCARFQKMIPTTGDENIEIHIHDIPGGAKAF
EICAKFCYGMIVTLNAYNVIAARCAAEYLEMHETVDKGNLIYKIEVFLSSSIFRSWKDSIIVLGTTKAHLPWSEDLKLVS
HCIDSIASKASTDTSKVEWSYSYNRKKLPTENGLDLEWNGVKKQQFVPHDWWVEDLADLDIDSYKQVITAIKTKGMVPKD
VIGEAIKAYTYKKLPSLSKVSMVHGDAKVRAMLVTITCLLPSEKGSVSCSFLLKLLKATNLLKCGELCRKELMKRIGRQL
DEASVSDLLIPTVDGETTVYDIDMILSIVEEFVRQDSKNAQKHNGGEVDSHVQAPSASMIKVAKVVDGYLAEVAKDPNTP
ILKFIHLAETMSINSRPVHDGLYRAIDMYLKEHPSLGKNEKKKLCSLMDCKKLSPDACAHAVQNERLPLRTVVQVLYHEQ
TRASAAVTIRADSICVGSYESSRSGATTNTEDEWDGVMVVEDLSLSTKTTTKLDGAANSHCSNGKAKKGGASTPKKAAHR
RTTTVPTGKGQSGERSSSDSSDSAILQKLELPKRTPSRSTKPAAV*MKFMKLGSNPDTFQDDGNEVSIVATELVSDVTVR
IGTTKFYLHKFPLLSKCARFQKMIPTTGDENIEIHIHDIPGGAKAFEICAKFCYGMIVTLNAYNVIAARCAAEYLEMHET
VDKGNLIYKIEVFLSSSIFRSWKDSIIVLGTTKAHLPWSEDLKLVSHCIDSIASKASTDTSKVEWSYSYNRKKLPTENGL
DLEWNGVKKQQFVPHDWWVEDLADLDIDSYKQVITAIKTKGMVPKDVIGEAIKAYTYKKLPSLSKVSMVHGDAKVRAMLV
TITCLLPSEKGSVSCSFLLKLLKATNLLKCGELCRKELMKRIGRQLDEASVSDLLIPTVDGETTVYDIDMILSIVEEFVR
QDSKNAQKHNGGEVDSHVQAPSASMIKVAKVVDGYLAEVAKDPNTPILKFIHLAETMSINSRPVHDGLYRAIDMYLKVLL
QISTSNQKCTTHRTCSQAH*                                                            
>Osat_LOC_Os03g10880                                                            
MQAEARFVSPAMKRTSDWILSQELPSDITIKVDDAAFNLHKLPLASRCGYIKKQVSGVGGNKATHLEIAGMPGGSKSFEL
VVKFCYGVNFEITVDNVAMLRCAGEHLEMTEECRPGNLVGRTEAYLEEVALASLEGAVAVLRKAEELLPASEEKARLVAR
CIDAVASIVCGGDGQFSMSLGTPGGGGGGGYNGVGAAASREVDDWCADELTALRIDTFQRVMIAMKARGFKGIAMGTLIM
LYAQKSLRRLDMHGRDRKKMGARQEHEKRVVLETIVSLLPRERNTLSVSFLSMLLRAAIHLDTTLACRLDLEKRMAAQLG



QAVLDDLLIPSSSPDAAAATTAYDIDAVQRILAGYLDLDYTTDPPPRLDYTTDDDFSSAASPPHSDVAQVGRLMDSYLAE
IASDENLSVDKFTALAELIPERARFNEDGMYRAIDIYLKAHPSLAEGERKKVCRAMDCQKLSREACAHAAQNDRLPVQTV
VQVLYHEQRRLRAPSQPPSAAPSYAGGESPALSYRPTPSFNGRHRPGVPDEVSRLQRENDELRMELLRMKMRLRDPSVAF
SAGGVPPSGRPPLPKKPGGGGGGSSGGFMNSMSKKLGRLNPFLRSDVLGGGRVRTKPPKDRRHSIS*             
>Osat_LOC_Os03g43990                                                            
MASSVKLGSKPDAFRRQGQAWFCTTGLPSDVTVEVGDMSFHLHKFPLLSKSAFLERLIEETSDQDECVIILNDIPGGAKS
FELVARFCYGVKIELSSENVVYLRCASEHLQMTEEIAEDNLISQSEIFLNQVIIRNWKDSLKALETCEDLLPHAENLQIV
KRCIESLASKATTDPNLFGWPIREHGIMQSPGGSVLWNGISTGARPRNFSSNWWYEDASALSFHMYKRLISTMESRGIRP
EIIAGSLTYYAKKYLPGLNRRHSMGAVPLTATLSEVEQKNLLEEIDRLLPVQKGLASTRVLLGLLRTAMILKASPTCISN
LEKRIGMQLDHATLEDLLLPNFSYTMETLYNVECVQRILDHFLAMDQANGAASPCLDDVMASPSLAPITTVAKLIDGYLA
EIAPDINLKLPKFQALASAVPEYARPLDDGLYRAIDIYLKAHSWLSEAEREQLCRLMDCQKLSLEACTHAAQNERLPLRV
VVQVLFFEQLQLRTSIAGCLLVSDNLEGSRPLRSSITTSGEAGGWATAVRENQVLKVGMDNMRMRLSELEKECSTMRQEI
QKLGRGKSGGWASRVPKKFNLKLKSQMCSAQEGSVSEQHKSMSAKLDKLQAKVSRQKKQLAGDA*MMTLLPSCKSPRFCT
TGLPSDVTVEVGDMSFHLHKFPLLSKSAFLERLIEETSDQDECVIILNDIPGGAKSFELVARFCYGVKIELSSENVVYLR
CASEHLQMTEEIAEDNLISQSEIFLNQVIIRNWKDSLKALETCEDLLPHAENLQIVKRCIESLASKATTDPNLFGWPIRE
HGIMQSPGGSVLWNGISTGARPRNFSSNWWYEDASALSFHMYKRLISTMESRGIRPEIIAGSLTYYAKKYLPGLNRRHSM
GAVPLTATLSEVEQKNLLEEIDRLLPVQKGLASTRVLLGLLRTAMILKASPTCISNLEKRIGMQLDHATLEDLLLPNFSY
TMETLYNVECVQRILDHFLAMDQANGAASPCLDDVMASPSLAPITTVAKLIDGYLAEIAPDINLKLPKFQALASAVPEYA
RPLDDGLYRAIDIYLKAHSWLSEAEREQLCRLMDCQKLSLEACTHAAQNERLPLRVVVQVLFFEQLQLRTSIAGCLLVSD
NLEGSRPLRSSITTSGEAGGWATAVRENQVLKVGMDNMRMRLSELEKECSTMRQEIQKLGRGKSGGWASRVPKKFNLKLK
SQMCSAQEGSVSEQHKSMSAKLDKLQAKVSRQKKQLAGDA*                                       
>Osat_LOC_Os03g46440                                                            
METSTISFSSSSPPSPPPPQPAPGDIDAVSLGRLSRNLENLLDPAFLNCADAEIVLASGGGDPGGGAVVGVHRCILAARS
RFFYDHFSSAPAPAPATAGDKPQLDLDGLVPGGRHIGRDALVAVLSYLYTGRLRSAPPEAAACLDDGCSHDACRPAIDFV
VESTYAASGFQISELVSLFQRRLSDFVNKALAEDILPILVVASTCHLPELLNQCIQRVANSNLDNRYLEKRLPDDLYAKL
KEFRVPDEPHSGILDPEHEKRVRNIHKALDSDDVDLVGMLLKESPVTLDDAFAIHYAAAYCEPKVLAELLKLESANVNLK
NSSGYTPLHMACMRREPDIIVSLIEKGASVLERTQDGRDALTICKRLTREKDRNEKSEKCKERSKAYLCIGVLQQEIKRR
PQILEDQMSAEESIATPLLVDNFHMRLLNLENRVAFARIFFPSEAKLVMRIAQADSTQEFAGLTSANFSKLKEVDLNETP
TMQNRRLRERLDALTKTVELGRRYFPHCSEVLDKFLNEESTDLILLESGTAEDQQTKRMRFSELREDVRKAFTKDKAAGA
AISSSTSASSSPRYETKLRPGNKKGKLSR*METSTISFSSSSPPSPPPPQPAPGDIDAVSLGRLSRNLENLLDPAFLNCA
DAEIVLASGGGDPGGGAVVGVHRCILAARSRFFYDHFSSAPAPAPATAGDKPQLDLDGLVPGGRHIGRDALVAVLSYLYT
GRLRSAPPEAAACLDDGCSHDACRPAIDFVVESTYAASGFQISELVSLFQRRLSDFVNKALAEDILPILVVASTCHLPEL
LNQCIQRVANSNLDNRYLEKRLPDDLYAKLKEFRVPDEPHSGILDPEHEKRVRNIHKALDSDDVDLVGMLLKESPVTLDD
AFAIHYAAAYCEPKVLAELLKLESANVNLKNSSGYTPLHMACMRREPDIIVSLIEKGASVLERTQDGRDALTICKRLTRE
KDRNEKSEKCKERSKAYLCIGVLQQEIKRRPQILEDQMSAEESIATPLLVDNFHMRLLNLENRVAFARIFFPSEAKLVMR
IAQADSTQEFAGLTSANFSKLKEVDLNETPTMQNRRLRERLDALTKTVELGRRYFPHCSEVLDKFLNEESTDLILLESGT
AEDQQTKRMRFSELREDVRKAFTKDKAAGAAISSSTSASSSPRRERRGRSRRA*METSTISFSSSSPPSPPPPQPAPGDI
DAVSLGRLSRNLENLLDPAFLNCADAEIVLASGGGDPGGGAVVGVHRCILAARSRFFYDHFSSAPAPAPATAGDKPQLDL
DGLVPGGRHIGRDALVAVLSYLYTGRLRSAPPEAAACLDDGCSHDACRPAIDFVVESTYAASGFQISELVSLFQRRLSDF
VNKALAEDILPILVVASTCHLPELLNQCIQRVANSNLDNRYLEKRLPDDLYAKLKEFRVPDEPHSGILDPEHEKRVRNIH
KALDSDDVDLVGMLLKESPVTLDDAFAIHYAAAYCEPKVLAELLKLESANVNLKNSSGYTPLHMACMRREPDIIVSLIEK
GASVLERTQDGRDALTICKRLTREKDRNEKSEKCKERSKAYLCIGVLQQEIKRRPQILEDQMSAEESIATPLLVDNFHMR
LLNLENRVAFARIFFPSEAKLVMRIAQADSTQEFAGLTSANFSKLKEVDLNETPTMQNRRLRERLDALTKTVELGRRYFP
HCSEVLDKFLNEESTDLILLESGTAEDQQTKRMRFSELREDVRKAFTKDKAAGAAISSSTSASSSPS*            
>Osat_LOC_Os03g48120                                                            
MNISLRTLFPPIFTFLKYILYAGDDDGTIPIPRSNLNGQLDDIADRADGSDVLFSVGSETFHAHRAVLAARSPVFKMELL
GSMAESTMPCVTLHNIDPATFKALLHFVYMDALPSPTEAVRIGEVEADVCTEAVGECVGGDGGDDSRLRAYAERYHCPEL
KSKWLSFLMAEINFKKVAVTDGYFHLRRDFPLIIEEIKKRIES*                                    
>Osat_LOC_Os03g55830                                                            
MQGRKMKSAREMAREEKNHHHHHHQQQQQQQSSSKGQAWFCTTGLPSDVVIEVGDMTFHLHKFPLMSRSKKLHDLITNRE
SRAAGGGEQDEEEEEDAGEIREEEVVLEVDEDSDVHRIRLPDFPGGAEAFEQAAKFCYGVKLDLTPATAAPLRCAAERLG
MSDDHSDDNLISRADRFMSHTVLRNPRDAIRALRSCEGLLPLADDLGLVSRCVDAIAAKAAASTPTALFGWPINDAAAAA
AAAAGDRPRRKNNAGAGATWFDDLAGLSLATFTRVIAAMKERNVGPEIIEGALIAYAKRSIPGLSRSGRHVGGATAAAAA
APSSDGEQKALLETVIANLPEETIKSNAHTGTAVGATTARVLFGLLRTTSILQASESARDMLERRIAARLPDAALDDLLI
PSYSYLVETLYDVECVERIVRYFLEGRDADDGNDDGSELETPGREASRRAMLAVGRLMDAYLGEIAADANLKPDKFCDLA
WALPDGARVYDDGLYRAVDIYLKAHPGLREEEKEKVSGVVDGRKLTLEACTHAAQNERLPLRTVVQVLFFEQLQLRRAIA
RTIMANEGGAAGQGEEEGDSDAGGTWRVATRGNQMLRLDMDSMRNRVQELERECTSMRKAIEKMDRRGGGSTPGERGATP
AMEGRWGSMVTKRFGCKFPAQVCQSQQRTVVARPRRPRIEQSP*                                    
>Osat_LOC_Os03g57854                                                            
MEDDDAGGGGGGGEASPPHAGSAAAMAGAGRDIAASPTSSRSVTQTVNGSHRFVIQGYSLAKGMGVGKHIASETFTVGGY
QWAIYFYPDGKNPEDNSAYVSVFIALASEGTDVRALFELTLLDQSGKAKHKVHSHFDRSLESGPYTLKYRGSMWGYKRFF
RRTALETSDFLKDDCLKINCTVGVVVSTMDYSKPHSIHVPESDIGYHFGTLLDNQEGVDVICNVAGEKFHAHQLVLAARS



SFFRSELFEHESDEEKNEVDTSNEIKEIVIDDMEPKVFKAVLHFMYRDNLVGDDELSASSSDCSIFDTLAGKLLAAADRY
ELPRLRLLCESYLCKHISVNSVATTLALADRHHAMELKSVCLKFAAENLSAVIRTDGFDYLKDNCPALQSEILRTVAGCE
EECSSGGKSQSVWGQLSDGGDTSGRRVRPRV*MEDDDAGGGGGGGEASPPHAGSAAAMAGAGRDIAASPTSSRSVTQTVN
GSHRFVIQGYSLAKGMGVGKHIASETFTVGGYQWAIYFYPDGKNPEDNSAYVSVFIALASEGTDVRALFELTLLDQSGKA
KHKVHSHFDRSLESGPYTLKYRGSMWGYKRFFRRTALETSDFLKDDCLKINCTVGVVVSTMDYSKPHSIHVPESDIGYHF
GTLLDNQEGVDVICNVAGEKFHAHQLVLAARSSFFRSELFEHESDEEKNEVDTSNEIKEIVIDDMEPKVFKAVLHFMYRD
NLVGDDELSASSSDCSIFDTLAGKLLAAADRYELPRLRLLCESYLCKHISVNSVATTLALADRHHAMELKSVCLKFAAEN
LSDALMYLQL*                                                                     
>Osat_LOC_Os04g35310                                                            
MPTATGSRTPVRSASAVIAGTESGQHHLKIDGYSRIKDELPTGSDIKSRSFRAGGHSWHLRYYPNGFNSDCAECISIFLQ
LDYNVMKGVKAQYKFSLLDRARKPSYSRSSGKADVFLNTGWGYRTYIERGLLESSEYLRDDCLTIVCDFTVFKDLRTEDI
DVDDAMPPPQSPPTVVVPPSDLHRHLGGLLATGEGADVTFEVEGKTFAAHRWVLAARSPVFRVALFGATTGGADDVVRVN
IDAMKVQDFEALLHYMYTDSLPEMKGGEAAAMLPDLVAAANRYKMERLRLVCEHKLCEYVNGRTVVAMLAFAGEHQCNGL
KEKCLRFLDDPVKLRLIVQAEGVENLSKSYPSILKDVIAKFVATPVDS*                               
>Osat_LOC_Os04g35370                                                            
MPMATAPTVAGGKLLRSASAIVGGTESGQHLLEINGYSSIKDAVSIGNCVQSRHFRVGGHDWYIRYYPNGFNSNVSDCIS
IYLVLDGHEAHDYYYGRSIVRAELTLSLLDQEREPVTSYIYSHGLQIFDGYGRYRGSLRFIQKAVLERSEYLRDNRFTIR
CDITVMKNPEAKDTGGRRVTLPPSDLARHLGGLLATGVGADVTFEVDGKTFLAHRNVLAARSPVFHQELFSLTEKGNAAT
GGAGVIIRVDDMEAQDFEALLHFIYTDSLPEMKGGDAVAMLPDLVAAANRYKMERLRLVCEDKLCEYVTVRTVAAMLAFA
GEHQCPELEKKCLQLLEDPANLRNIVETEGLEHLTKSYPFVLKDLIAMFATKP*                          
>Osat_LOC_Os04g40630                                                            
MTQWADLDALRPAVAADVQVVTSDGKSIAAHSFVLGTASPVLERMIERARRGWNAECTIRVLGVSSDAVFAFLQLLYASR
VTPEDEEVVTAHGPQLLALSHAYRIGWLKRAAEASVTARLTPEHAVDMLKLARLCDAPRLYLRCARLAAKDFAAVERSEG
WRFARRHDAALELEILQLLEDADQRRERWARERASREAYRQLGEAMDSLEHIFSDDGCSCADADADADTDAPPCRGLRLL
MRHYATCGARKAAPGGGCTRCKRMVQLFRLHASVCDRAAPHDDGDRPCRVPLCSHFKGKMRAEKADKTWRLLVKKVTRAR
AMSRLAAGREREVVPEVVAASWARYSSSGGAARLR*MDFWFFSVQGTASPVLERMIERARRGWNAECTIRVLGVSSDAVF
AFLQLLYASRVTPEDEEVVTAHGPQLLALSHAYRIGWLKRAAEASVTARLTPEHAVDMLKLARLCDAPRLYLRCARLAAK
DFAAVERSEGWRFARRHDAALELEILQLLEDADQRRERWARERASREAYRQLGEAMDSLEHIFSDDGCSCADADADADTD
APPCRGLRLLMRHYATCGARKAAPGGGCTRCKRMVQLFRLHASVCDRAAPHDDGDRPCRVPLCSHFKGKMRAEKADKTWR
LLVKKVTRARAMSRLAAGREREVVPEVVAASWARYSSSGGAARLR*                                  
>Osat_LOC_Os04g53390                                                            
MASSSTSSRCLTASVTGTHNLEVTSYSLLEGMGVGKFVSSTTFSVAGYDWNLRFYPDGITDNDRKEGYGAVWMLASVYQI
SIAKEHAIRRIRFTGNDSFKIECSLTVISESRAEDVSTIPVPPSNLHQHLAGMLHGVEIADVEFSVGGEPFRAHACVLAA
RSPVFRAELLGPAAARSIKIDDDDDMEPATFKALLHFIYTDHLPNDSGFGKDAAMQRRLLVAADRYGVDRLRAMCGVKLY
KSVSVGTVVDSLEFAEKHHCAQLKDACLGFMASPNVLGVVRKTDGFKRLVEGCPWVLKEILDKVPRF*            
>Osat_LOC_Os04g53400                                                            
MGNSLFSMASSTASPSDGRSPRLPETLSRCVTASVAAAHNFEVTRYSLLAGVGAGEFVTSGTFSIDGHNWNIQVYPDRWK
QEMNAGYVSVFLCLCGGATGVRAKYTLSLSENGGESVQRSLTHRFDTVGAFWGFPRFMERPRLRQWLLRRGPGGGDDCVT
FRCSLTVIREPRTEGVAAVAVPPSDMRRHMANMLRGGDGADVVVLVRDQPFRAHRCVLAARSPVFRAELFGGGHMRERRT
SCVVVDDMEPSIFSAFLHFIYTDSLPENPDTPGDDQDCMAMQHLMVAADRYGLDRLVLICEEKLCRGIDVQTVATTLALA
EQHQRVALKDACLGFIVSRGVLGAVARTDGFKHLLTTCPSIMVDILDKVASVMSK*                        
>Osat_LOC_Os04g53410                                                            
MGDHRDPAFPAAAGGCRLPKTSSVSVTESVTAVHDFKVTGYSLIEGLGIGRYVSSSTFTVGGVDWAVRFYPDGSTVTCLG
NASAFLYYCGREKEVRTRFTLNLLGKDGKLSQVTNSYMKHTFSPASDNWGFIKFAEKSKLQSSPFLHNDCLTIRCLLTVV
RESHTKDVEVNSVVVPPSNLHTDFENMLQDGEGSDVTFTVGGQEFRAHKCVLAFRSPVFKAELFGPMKENGTQCIKIDDM
EPEVFEALLHFIYTDRLPDSCRDGKAAAMQHLLVAADRYGVDRLRLICERRLSETIDVETVATTLVLAEQHHCSQLRQAC
IGFVASPNMLGPVIESDGFKHLVESCPLIMKEILSKVSHIWIDKSC*                                 
>Osat_LOC_Os04g53430                                                            
MLTSSAARTSSRSVWEGITGTHDFEVVGYSLMDGFGAGRHVCSGDFSVAGHDWYVAFYPDGLDQDSAGYASACLAYRGKE
RLVRAKYSLSLVARDGRASPLAGDTLRSHYFTPTSRSADVLKFVEKSNLSSSPSSSSYSCLDDDTLTIRCVVTVVTGPRV
VSVAPAKERGPRVTVPPPSLHEHLARMLRDGRGSDVAFRVGGRVLRAHRCVLAARSPVFDAELLGPMMETTAPCIEIHGV
EPAAFEALLRFVYTDSWPLAGVDVAATVRLLSAADRYGLERLRLMCEEKLHEGIDVDNAADVLAMAELHHCSQLRDACVA
FIASPSTLGPVLASSGFEDLIMATGASVTKEILHKVSESWSGPGNRNNSSKRK*                          
>Osat_LOC_Os04g54400                                                            
MAITKVLGSKPADCFQFQDPNSWTCMTELVSDVVVEVGDFSFHLHKFPLMSRSGTLQKLISEAAAGADDGEPCSVKLHDV
PGGAAAFELAARFCYDVRAELDAGNVVALRCAAEHLGMTEDHGGEGNLVEQAEAFLRDVLGSWDDALRALRSCDGALLPL
AEELLVVPRCIDALASKACADPTLFGWPMVEYYTARGLEETVMWNGIATAGKPRSPGPDWWYKQASSLKLPVYKRLITAM
RSKGMSPENIAGSLTHYAKRHLSGLTRHSGYVGGGGASGTVLSDVEQRALLEEIVALLPVERGVATTRFLLGLLRTATIL
NAGAACRDALERMAGNQLEEAALEDLLIPNTGYAVETLYDVDCVQRMLEQFVAANTSAFAASPEITDEAQLVDGPSGELM
PISTVAKLVDGYLAEVATDTNVKLSKFQSIAELVPDYARAIDDGIYRAIDIYLKAHSWLTASEREQLCRLMNCQKLSLEA
CTHAAQNERLPLRVVVQVLFFEQLRLRTTVAGWFFVADNVDQGSPIAAGRYAPERSGELDFGAGPPEEEDGDDDDDEARN
NVRSSSSATMSVDDIRQRVVELEEECSSMREEIHRIGKPKGALSRLFRKLGLGGRSAARRQQQQPPPPPTSSGDERRKSM



SLEC*                                                                           
>Osat_LOC_Os04g56460                                                            
MGCCFSVIDDDGYEHDDAVSGSVNEVPRVTGVHQFTIRQYSGVKGKGVGNSVLSRNFTVAGREWFVRFYPDGYNSDTSDH
VAFFLQSLYRPSCGSVYHVEFSFALLGGGGGGGAVLHDVRIDRPCRFDNRNNSWGIRKYIAREQLEGAALGAIHDDALTV
RCTMHVIQRRRGAGRPVVTGAGGPVRVPVPPSCHARNAMEFLLSGDAPFDLEIHVGDATFGAHRLALAGQSLYFRKLLYG
QVGNEASSPAIRLREMSPEAFGAVLHYVYHDSLPPEANKGRNAAAMAREVFEAADMYAMERLKLMCASNLCRFIGDDTAS
GIMELAKAHSCDPLKKACENYMKRRRIPFNPDS*                                              
>Osat_LOC_Os05g27880                                                            
MKVEEKKRSITVAPFECAWDEEFRFRETGRGCITFEASAHNDVTLVFREQPGSQHYHYKMDNSRHYIVILGSHRNKRLKI
EVDGKTVVDVAGIGLCCSSSFQSYWISIYDGLISIGQGRHPNNNILFQWLDPDPNRNVQYVGLSSWDKHVGYRNISLMPS
APQNSILWSQIECAYVEPDGAGGHTRKQESKDGLDQRALANFLENWDFSDSIFVVGSERKVVPAHKVVLGSCGDFPFNLM
MSRPAIELPSVSYPVLHSLLEYIYTGSTQISEWQLVSLLELSSQFKVKPLVMYCEEIIGCLKMSDAVSESSKKIQLSSGG
SQAHQFYYFPFKAPLNTQKIEQFLVNGEHSDVNIYVNGHGLVTHAHKLILSLWSMTFDKMFTNGMKESSASNVFFEDVPV
EAFFLLIQFMYSGELKVDIEEITPVLVELLLLSDQFGITALQFECCKRIMEFLSKDTVCSVLRAVSSIPSCKLLEEMCKR
NFAEHFDYCTTACTDFVLLDEATFKDILQHGHMTVTSEERVLDAILTWCMEACDCFNWTSVHELLSTSRPEKLFGGRLTA
INTLLPFVRFPLVQPSVLHLMEKSNLAKNIEAFRQLVAEAIEFSNAGLRMATNTCERFHHRRSSYKELQYISDGDNNGVI
YYAGTSFGKHQWINPVLAKNITVTASSPNSRYTDPKALVSKNYQATCFAGPRLEDGKMCSWWMVDIGPDHQLMCNYYTVR
QDGSATFMRSWVLQGSMDGRSWTSLHVHEDDQTICQPGQFASWPITGQTALLPFRFFRVMLTAPATGVSNTWNLCICFLE
LYGYFR*MKVEEKKRSITVAPFECAWDEEFRFRETGRGCITFEASAHNDVTLVFREQPGSQHYHYKMDNSRHYIVILGSH
RNKRLKIEVDGKTVVDVAGIGLCCSSSFQSYWISIYDGLISIGQGRHPNNNILFQWLDPDPNRNVQYVGLSSWDKHVGYR
NISLMPSAPQNSILWSQIECAYVEPDGAGGHTRKQESKDGLDQRALANFLENWDFSDSIFVVGSERKVVPAHKVVLGSCG
DFPFNLMMSRPAIELPSVSYPVLHSLLEYIYTGSTQISEWQLVSLLELSSQFKVKPLVMYCEEIIGCLKMSDAVSESSKK
IQLSSGGSQAHQFYYFPFKAPLNTQKIEQFLVNGEHSDVNIYVNGHGLVTHAHKLILSLWSMTFDKMFTNGMKESSASNV
FFEDVPVEAFFLLIQFMYSGELKVDIEEITPVLVELLLLSDQFGITALQFECCKRIMEFLSKDTVCSVLRAVSSIPSCKL
LEEMCKRNFAEHFDYCTTACTDFVLLDEATFKDILQHGHMTVTSEERVLDAILTWCMEACDCFNWTSVHELLSTSRPEKL
FGGRLTAINTLLPFVRFPLVQPSVLHLMEKSNLAKNIEAFRQLVAEAIEFSNAGLRMATNTCERFHHRRSSYKELQYISD
GDNNGVIYYAGTSFGKHQWINPVLAKVHGSKGFGFKKLPGDLFCWASS*                               
>Osat_LOC_Os05g33050                                                            
MEAEQQQQPPHRPRRKGQKRKLEDEAAASASAAAAAAAAAAAAATATPSSLGSAGADDDNEEEEDGSAGPEICCRHSQAA
LAREVRTQVDALHRCFSWRHADRAAAKRATHVLAELAKNEEVVNVIVEGGAVPALVCHLKEPPAVAVLQEEQQPRPFEHE
VEKGAAFALGLLAVKPEHQQLIVDAGALPLLVNLLKRHKNATNLRAVNSVIRRAADAITNLAHENSNIKTCVRIEGGIPP
LVELLESQDLKVQRAAAGALRTLAFKNDENKSQIVDCNALPTLILMLRSEDAAIHYEAVGVIGNLVHSSPNIKKEVLNAG
ALQPVIGLLSSCCTESQREAALLLGQFASADSDCKVHIVQRGAVRPLIEMLQSADVQLREMSAFALGRLAQDTHNQAGIA
YNGGLVPLLKLLDSKNGSLQHNAAFALYGVADNEDYVSDFIKVGGVQKLQDGEFIVQATKDCVAKTLKRLEEKINGRVLK
HLLYMMRVGEKSVQRRVALALAHLCAPEDQRTIFIDNNGLELLLDLLVSVSLKHQLDGSVALYKLANKAAALSPMDAAPP
SPTPQVYLGEQYVNSSTLSDVTFLVEGKRFYAHRIALLASSDAFRAMFDGGYREKDARDIEIPNIRWNVFELMMRFIYTG
SVEVTSDISQDLLRAADQYLLEGLKRLCEYTIAQDVNVDNVSDMYDLSEAFHAMSLRHTCVLFILEQFEKICVKSGSSQL
IQRVIPELRNFFAKALRPSHRNAQP*                                                      
>Osat_LOC_Os05g44530                                                            
MSGISDPVPPPCPSTCLKNYADRSGGVAASSSRGKSWRSRGKDADVAFEVGGGGGVRFAAHRCVLAARSKVFKAELFGAM
KEGDAACVVRIDDMEPQVFRTLLFFVYTDSLPEMRKEEEEAICQRLLVAAEVYGMERLKLICESKLCKYIDVGTVASIMA
LVDQYHCHGPWPHKGLLRFCQLSRQSNGGVSH*                                               
>Osat_LOC_Os05g44540                                                            
MASRSASIVQANVTSGYNLLTIDGYMATTPIPTGVYMTSSAFAIGGHQWRISYYPNGKNSGCADYISFDLILDENVAAPL
HERERGEGPSRFVKRRILERSRRRHLKNDSFIVRCDVVVTEFRPAEVAPGSVDVDGPPSDLHRHLGDLLRGETGADVVFE
VGGERFAAHRCVLDARSSVFDLELFGATTAKEVVVGQSTGIVRVDGMEARVFKALLFFAYTDSLPEMMTTTKKKMEEQAA
GDGDDRYDIDAFTVGKVIALAEQHDCRVLRKLASISSCVVLDFRRMYCWAPATAAPSAAPFLLDKSCLKASSKSGS*   
>Osat_LOC_Os06g03840                                                            
MEPSDLVDGYKFGDQTTSDVRVCFKRADDQAEWFCCHSSVLSGNSKYFADWLSRNDIGSNNCIGVDCISADYEHYVKVLK
LIYLPAESIIDSFESVRSAVGVLRASTLLKCELITRSCIEYLEAASWDEKEEEEILEVAQSLGSEEAVALLARLQAPNVS
AVKNVFISAIRFATSMESPSPPFLDDLKTSAQEQIDFMLHEDDDTALVTMDEDVRSVVREGLKKLFSTLKIGLDLLTSEY
EQLPEQAEQRVLCSLADIDWMANVLTKIEMMNEFVSGWSEISGYVLSVVQDKKYSSGLWLVKAKLIEVTGKAFDAVGYGS
VVFPASSRVHFLRMWLPFMQTTKRLLDEKSKDDAIPQMDADLFQNIEGAIVSLVLALPSGDQADILGEWMKNAEQFRYPD
LTEAFEVWCYRSKTAKRRLVGGLNGSGNPTVSL*                                              
>Osat_LOC_Os06g08550                                                            
MKFMKLGSKPDAFQTDGGGDSRYVLSELPSDIVIHVEEARFYLHKFPLLSKSSLLQRLIIEASQNGTDEVYIHDIPGGVK
IFEICAKFCYGMVVTLNAYNVVAARCAAELLGMTEDVDKSNLVFKIEVFLNSGIFRSWKDSIIALQTTDALLPWSEQLKL
AARCIDSIASKATSNPCNVVWSYTYNRKSASSDEIVEARKNSQPVPKDWWVEDLCELDVDLYKRVMVAVKSRGRITSDVV
GEALKAYASRWLPECFDTAAIDDDAYSMAYNHLLETIVWLLPSDKGSSCCSCRFFLKLLKVAVLIGSGEMLKEELMDRVI
LQLHKASVCDLLIPARPPALTTYDIQLVLTLVGRFMRRAGVTEDGIFLNNLDQEMFETDVDDESLLALSKIVDGYLAEVA
SDPNLSVSSFVAVATSMPDAARATHDGLYTAIDVFLKLHPNLPKAEKRKISSLMDVKKLSKEACIHAAQNDRLPLRVVVQ
VLFFEQLRAAAGGNNPAAAAAAASGGIARLLVEEEDDDDDDVGGGGGGDWSKSRALPTPTPSLLKKQLGSLKLAAAGDEG



GGGDDGRQLARVSSVANQSSRLSLSSRSRRMFDRLWAGGKPPGGEVVSKSSDTSGSSQSPRSSAKPPASKSSSSSSRNRR
YSVS*                                                                           
>Osat_LOC_Os06g14060                                                            
METPTNLTNTISAVHLLKINGYSVTRALGCSEYISSRRLAAGGYDWEVLYYPRYYEHGVYWIALRLMFMSKECKHEVKAA
LKCQLVHEAQIYLPSGSKSVSSKYTGQRDCGPALLLVKQDDLPGSNYFIGDSFVVECTITVLREPQEAVTNVSPNVSNPC
CDLQMHLGELLLSEKGADVTFVVAGESFLAHKIILAARSPVFMAEFFGPMKESSSQCVEIKDIEASVFKAMLHFIYTGTS
PELDQQHVVSDSEQDITTMTQHLLVAADRYGLDRLKLICQDRLHDDINVETVATTLAFAEQHSCTQLKDRCIEFIISSRA
NLDAVMATEGYKLVIASCPSVLSTLLRAAVGR*                                               
>Osat_LOC_Os06g21330                                                            
MDRPRQQHEPEHLGGGGIDVEVELDPEDLQPSVPLKKVPAGDLFEAARAGDCARLALLLGGGANVNERDRWDSVALYYAC
LAGHADAARMLLEAGAVCAERTFDGDRCHYAALNLRLRRLLKAFEARPPPLPPLPAALRATFLACPANRAAFLEMLQWTA
GSEAAALAAAAGFGPTDNPSSTSLFPPDITFYVDGKPIEAHRVILCARSSFFRRKFNTDWKDRKEVRFSSQKLSFGALYS
LVHFFYSDRLEVDVDDMENLARACKVCKCEGLQKILIKEATLQRYAEHKSPRDLDSSQKRFILHGQSLPEEDRLPSALRH
IFEECLANSREQECYNDESNEMSRDSGVDAAADLYIKVCDKVFHCHQVILASRSEYFKARLSRNMDFLEVKSGLQSTQSL
PFLEEHDMSTEAFEKVLEYMYTDNLEHMDPNQAEELFDIASRYLLFPLKRVVADILLPYLEHVSPAELCHWLMLSDIYDV
VKIREYCLDIIACNFEMFADTREFRALLLTLPPPSGDDSLRTTRPSEPGTAGNTDQGNLLDDLREKWLEAEAAELDERDE
SAKLFDNRLEMLMLVAEQEANDGNV*                                                      
>Osat_LOC_Os06g31100                                                            
MDPDFSRASRGPSFAFAFNSVNFSDRVLRIEIVAGDDAAGAKGAAGEGCSSLADWAHQRKRRREELRREKESGKYTDLET
CKVEAEECDTYEENNEEPVAMIEESPPDIGQDGEDGDSCDSSWSMECTQVLRVKSIYISSAILAAESPFFYKLFSNGMKE
SDQRHATLRITASEENALMELLSFMYSGKLTTNQPTLLLDILMIADKFEVVSCMRHCSQLLRSLPMTTESALLYLDLPSS
ISMAAAVQPLTDTAKAFLANKYKDLTKLQDEAMNIPLAGIEAILWSNDLQVASEDAIYDFVIKWARSQYPKLEERREILG
TRLLPLVRFCHMTCRKLRKVLACNDLDHEQATKCVTEALLYKADAPHRQRTLAADVLTCRKYAERAYKYRPLKVVEFDRP
YPQCIAYLDLKREECSRLFPSGRIYSQAFHLAGQGFFLSAHCNMDQQSAFHCFGLFLGMQEKGSTSVTVDYEFAARTRPS
GEFVSKYKGYYTFTGGKAVGYRNLFAIPWSSFMADDSLFFIEGVLHLRAELTIKQP*                       
>Osat_LOC_Os06g45720                                                            
MENAAINLTQAARRVQNLVTSCTIAVGGYDWLIEVFPAAYYHGTSSRNSGPYIKLRFTLSSDGERTVSATFRCRLVDDHQ
INQTAASASSSFKEVIVTSIFSNGQPKDMFLVSRSYASEYRYVQPDDSLLIECAITVLLEAPVNAAASVPAPLSDLQKHL
GEMLTSKNGADITFLVSGEPVAAHRCVLAARSPVFMAELFGDMKEKDSQSIEIKDMEAEVFRTLLHFIYTDTLPEQDDDD
VEAETMAYGLLEAADRYGVERLMLICAEKVHAGISVDTAAMALALAERHGCTKLKARCIEFILASQENFHAVAATEGYKL
LMDSCPSALNDLLVAVFLRYKLTVL*                                                      
>Osat_LOC_Os06g45730                                                            
MGKLTDVTRSNDIQLKIVGHSLTMAMDDGEFFSSRRYCVGGHDWEIRLRPKDPWVGRRDRPLTLKLVLRGAPRTGSGSVK
AQLSCCLVDPTQKLRPSEMKTVSHKFHKPGDYSPRAVFMARDELEASGYLTDDSYVVQCAITVLREQPEIAAAAAAAGDS
ANAAVAPSSELHAYLGALLESKTGADVTFVVSGESFAAHKAILASRSPVFMAELFGAMKVKASERVEVKDMEAPVFKAIL
HFVYTDTVPELDHRDGEETEAASTATAMAQHLLAGADRYGLERLKLICESKLAERIDVDTVSTTLALAEQHDCSHLKAKC
VEFIAAGTAENLDAVLATDGFKHLEASCPSVLTDLVKVARGRKN*                                   
>Osat_LOC_Os06g45770                                                            
MSNSGKEQRRMDRFIVIPFSTCRNGSSVDVVDGGGKSGKKPQGGGGEGGGAADHHRQHVAHIGWDGSTNTTTSLRSWNRA
APPSSSSSTTTASTSSALAAPKTRYNGSLNYQNQSGSLSGFGLCGVYVAGVAQLLPGAPVDHALPCFRGEERQSHAFGSA
NESSPWVLLVKRRELEASGFITGDSFAVRCTITVLSKNTINSAEPSPDLHLQLGELLRSGRFADVEFIVSGVSIAAHRCV
LAARSPSLAAAVLKGGTRKKDGSVRVEVKDDMRAGVFRALLHFIYTDTLMELDWREDGSDPLLPRTMVMSLNEAAGRYGL
ERLKQICENMLGFDDACSADCAVM*                                                       
>Osat_LOC_Os06g46240                                                            
MRAAAAASKAAGKEKSRRKGGGGGAGGGGGEQLLTDQVLSLRARLHLALALGLAKSDGGPKKWQSTDAGIQSHVLKAASA
FLGCLTNEMLRLPPIKESISDILIALEGILQSKNVSVLIQATDVSLKLVSSVGNLARQYPVLEIVTCLASQLSANQITIA
VSSASTLNCILNTLATARSSIHAEIWEALEKTDAVTSVIGALQNYSPDVHPLNYLMEMMSLLRIILWIWPSSRYHVWSNC
NLMGKLAQYCVASEMDVAVRVLKLYAALALCGNGAMVLLNNEDLMAKVGALLGKSNPSIARIEALKFYQILLRSSKGCDL
LMAAHYQHIIEGTINAMSRDDERLLTIEGCRTALLVLRYAGDHHRLFWSHAIDDVLYKILTGGCTSSHKANQILCHDKLF
NMVSENFMDIHSYVWDILGNLAVHCKNEYLSVRKGQDSALQALIHCICSLAADAMQKSNTMKLSKDVHEPALRAVLMMLL
SPSGYILSEASSKLLHVLPLGDDCLNILFTSLESNTTRSITASFDNVKIMSNLMSLAGMSINFVCIHCKRNLDVGIVCND
CRDHYSEGLIRVLQNASCQNLSPGPKLYISRILSLFGLCGFPSKLGGKMRRALDDNELADLELLLSNGESLKAHTAIISV
RCPKLLPSAKSLGSDGKITDEWGRSFYHVRMSDRVDSCGLKKILEYTYTNSVMVDDDNIKPVRTLAKYCHLKSLQEMLQK
EQPRWNSDCPRYDLTAALEPVKCSFSFSEVINVPLGWQALNKLIHWFYSGELPKIDPDCRWRNLNSEEQLSQLRPYAELS
SLSEFWFLEGVKEESLSVVTSCLSSTSTAASVEFVVFAAQLGQWEMVEAAVGSVAHLYPKLRDSGQLEQLDDDVLNMLRT
EYVRRTQRTGVGSAAAQAGARVVTAVYRRGQRADYWQSGGFGDNWNFQMVILNASEEHCRESKFDTIGVCKARFLYGKVS
RGFRLRTSGINKEGGPRGGTVIYSRSSGGLPPWCGAGSHDALAAVRWPSLPGLESHQTAQVIRRGAGRRGEGRDVNVTKQ
SNAPMRPPETMQREQPQSRARANGRKWPPPRRWRSGIREEQGVPSAKAWQEKRKRTQQQRCALPAAIAASRLQL*     
>Osat_LOC_Os07g01140                                                            
MTAAASWSRSVTETVRGSHQYTVKGFSMAKGVGAGRYVSSDTFAVGGYHWAVYLYPDGKNPEDNANYVSVFVALASDGAD
VRALFELTLLDQSGRGRHKVHSHFDRSLQAGPYTLKYRGSMWGYKRFYRRSLLESSDFLKDDCLVMNCTVGVVKNRLETP
KNIHINIPPSDMGRCFNNLLNLRIGCDVSFEVGDERVQAHKWILAARSPVFKAQFFGPIGNPDLHTVIVEDVEPLVFKAM



VNFIYSDELPSIHELAGSVSTWTSTVVVQHLLAAADRYGLDRLRLLCEEKLCDELTAETVATTLALAEQHHCTQLKSACL
KFTAVRENLGAVMETEGFNYLEETCPSLLSDLLATVAVVDDDAASFNRKRGVGGNEGANPVESVEASDRRIRRRV*    
>Osat_LOC_Os07g03150                                                            
MEEFRFGRLDGQPAKIRNVPIAVTPEGFWCCPSQAILQKSMKNQNQHARPKGGASPSVSKASSVQRTPTISLEKRTHSTP
TRSRTNSDEQVLPPADDAIPDQPKVSPVPDKRHNKQHKISVGFGQLHTSDLKVMLYGREGVAVKMIVHKNILAENSTFFA
DKLSRQSPVSCIEVSDCEDVEIFVETVGLMYCKDVKQRLIKQAVARVLRILKVAESLGFPTCIMSCLNYLEAVPWVGDEE
ENVLSSIRQLHCENYGVSPLLKRVASDLTNPPSDTLAHIIELVLKSSDDRGRREMKSLVLKLLKENNIWTNGSSDSCVVT
FYSSCRNCLESLSNLFRQASEPEFSEQSSDSKEVIFRQITLEADNLLWLAEILADRNAADELTSIWASQGELAKLHCRIP
VMHRHLISCVTARLFVAVGKGEALPSKETRQLLLDVWLQPLMDDYNWLQHGCRWFDRKVIEEGIGQTILTLPLEDQQSIL
LTWLGRFLKVGDSCPNLQRAFEVWWRRTFVRPYTDQQASSSSQSRWS*                                
>Osat_LOC_Os07g07270                                                            
MDDDAGDASPPPAAAGVGATAAQSRDMAASPTSSRSVTETVNGSHRFVIQGYSLAKGMGVGKHIASETFSVGGYQWAVYF
YPDGKNPEDNSAYVSVFIALASEGTDVRALFELTLLDQSGKGKHKVHSHFDRSLESGPYTLKYRGSMWGYKRFFRRTALE
TSDFLKDDCLKINCTVGVVVSTIDYSRPHSILVPDSDIGYHFGTLLDNHEGVDVVLSVGGERFHAHKLVLAARSTVFRSK
FFDDEDGEKNEPGENDDVQEIVIDDMEPKVFKAMLHFIYRDTLVDDNELGGSSSEGSIFDTLAAKLLAAADKYDLARLRL
LCESYLCKAISVATVASTLALADRHHAMELKAVCLKFAAENLSAVIRTEGFDYLKDNCPSLQSEILRTLAGCEEECSSGG
KSQSVWGQLSDGGDTSGRRVRPRT*MDDDAGDASPPPAAAGVGATAAQSRDMAASPTSSRSVTETVNGSHRFVIQGYSLA
KGMGVGKHIASETFSVGGYQWAVYFYPDGKNPEDNSAYVSVFIALASEGTDVRALFELTLLDQSGKGKHKVHSHFDRSLE
SGPYTLKYRGSMWGYKRFFRRTALETSDFLKDDCLKINCTVGVVVSTIDYSRPHSILVPDSDIGYHFGTLLDNHEGVDVV
LSVGGERFHAHKLVLAARSTVFRSKFFDDEDGEKNEPGENDDVQEIVIDDMEPKVFKAMLHFIYRDTLVDDNELGGSSSE
GSIFDTLAAKLLAAADKYDLARLRLLCESYLCKAISVATVASTLALADRHHAMELKAVCLKFAAENLSDTLMSLQL*   
>Osat_LOC_Os07g15490                                                            
MWCQSCKEEYEEEDAGTCKECYEEASETEEELKREIDDLRSRLHFLRLPSPSLDASSLSHSDLLLHAIPADAPARPDTPA
VPAHRVILASRSPVFRAMLENEMEESRSGIIKIYDVSYDVLRAFVHYMYTAEALLDEQMASDLLVLAEKYEVKNLKAYCE
KFLTSKVSNDNAITHYAFAHRHSAKQLLETSLAAIMDNMSTLADREEYKELVEKDPRLVVEIYEAYLNRQVNTAAGKETD
SSSRKG*                                                                         
>Osat_LOC_Os07g46160                                                            
MGAGRACRGGPSSSSPAAAAAAVGRPFPPIAASCPFSSSSAAAAAPAAPSETASTSVTKTVNGSHHFKIAGYPLAKGIGV
GKYIASECFTVGGYDWAIYFYPDGKSPEDGAAYVSLFIALASEGTDVRALFELTLVDQSGKGQDKVHTHFGRSLEGGPYT
LKYRGSMWGYKRFFKRSALETSDYLKDDCLLVNCTVGVVQSHTEGPKIYTIPVPPSNMSQHIGQLLTDGKRTDITFEVDG
EVFPAHKVVLAARSPVFRAQLFGPMKDKNMKRITIEDMEASVFKALLHFMYWDELPDIEELTGLNTTWVSTLMAQHLLAA
ADRYALERLKLLCELKLCEDVAINTVANTLALAEQHHCYQLKTVCLRFVALPENLKAVMQTDGFDYLQQSCPSLLTELLE
YVAKVGEHSVSPCLYSNEVLDGGDANGRRVKPRI*                                             
>Osat_LOC_Os07g47260                                                            
MSGVRRAAGRPKIGDLATSDVVVRLRTPEGRDEWLYCHSGVLAAGSRYFADRLSDDWPTCQILGSRYCVEVHCQELDLSP
HVTALRLLYAAEPCSRFGVRGALGVLQAAAHLACPRVAAACVDYLESAPWDEADEEEILRTIPCLGPQYECVLARLRPID
PAPVAGILLSAFRHATSTRSPPQELKSAAQEQLEYMLTEDDDAPLLAFDDDIVRSQVKDCVAALLSRFSGFTSSILMEQG
EAPLGHGDAEVQQELHSLVSDISWVCQILSKLEMMKCVVVYWIGVSSDVVEAVDKACGGISCLKTRLKVIEVSAKVLEAI
AFGNIVLPTEKRCDAVNVWIGFARRTKPLVGHPEHDDDDGDAEAPKINLDSEVWQSLESAIVSIVLTLPSNSQADILSDW
LQSKHAKYPDLTEAFEVWCYRSKAAKRRLSFLSHANRVS*                                        
>Osat_LOC_Os08g01320                                                            
MLPGVITSRVRGDGAAAAAAAGWRGRTGWRPSPGWPSGASTPSAPPPTAAPIPSRSASGTGSLPNPNPPLLRDHRFALSN
QIIRQFDPNPCRYLSVEKARYVYVRLFPEPGRVAKERPPLARFLLRACWSGPPRRSCVSPVHEHLLRSSEDFFWQLDTMY
AGRFTIDVEFLDLKIASNNAAESSTSIWPNESIAVQNIASKSSLGCLSRMLTESIHADVTINTTDGVLKAHKAILASCSP
VFESMFLHDLKEKESSTININDMCLESCSALIGFIYGTIKLDQFWKHRLSLLAAANKYSISDIKDCCEESLLEDINSSNV
LERLHVAWLYQLQKLKKGCLTYLFVFGKIYDVREEINSFFQHADRELMLEMFQEVITAWKPI*MERENRVETISRLAQWR
IDTFGPSSYRRSDSFKIGIWNWYLSVEKARYVYVRLFPEPGRVAKERPPLARFLLRACWSGPPRRSCVSPVHEHLLRSSE
DFFWQLDTMYAGRFTIDVEFLDLKIASNNAAESSTSIWPNESIAVQNIASKSSLGCLSRMLTESIHADVTINTTDGVLKA
HKAILASCSPVFESMFLHDLKEKESSTININDMCLESCSALIGFIYGTIKLDQFWKHRLSLLAAANKYSISDIKDCCEES
LLEDINSSNVLERLHVAWLYQLQKLKKGCLTYLFVFGKIYDVREEINSFFQHADRELMLEMFQEVITAWKPI*       
>Osat_LOC_Os08g03470                                                            
MASRSISSCTTETAKGIHRFEIFSYSMMNTEAEDDSIRSGVFNVGGFDWALLYYPDGIDDDSKGYIGVYLELISKNGEPW
ALVDVNLINQLQPGQPRQLFTKTDVPTPFRSSSFQESTLGSLKCMKRSDIESTPGFIVNDCIVIECNVTVIYEPKVSKTR
ALCDAETSSALREIEVPPMEISSDFAKMLKDGVGADVTFRVGEDTFRAHRAVLAARSPVFHAQLCGPMKEKKETQMQEIT
IQDMQPSVFEAFLYFIYTDCVPRMDDLGNGEKMHLMMHLLKAGDRYGLERLRIMCERFLATNLDTEHVSAILGLADLLDL
KKLKEACMEFMVPSERMDAVAASQGYQQLKRAFPSLAFEVWERRSRVRRN*                             
>Osat_LOC_Os08g03480                                                            
METAPSSSMSPASGTYVLDVHGFSGLRRQHCGGGGCIVSPTFTVAGLEWAIRYHPEGDADEVTDDVAVFVVLVTKDATAW
AHVEFRLLDQAAGEMVTFFGEKDPILFDSGSEDLSTWGTGELAARSFLDGSPYVAGDCLKIECAVDVCRDRLTFHHDTPP
SGEPFRQYPADDEPADVTFKIAGETFPAHVSVLAARAPGLLNNTTSQAATITIDDDDDDTPAAAAAFGALLHFAYTDTLP
VASGLDGAGHTALLGRLLVAAGRYGMARLGAICERAMCRSLDAGTAADTLAMADGTASTR*                   
>Osat_LOC_Os08g03490                                                            



MASSRPISESTITRSTCATRTARATHQFEIVGYSLKRCLAAGEFVRSSAFAACGYRWSVRVYPGGFGPAHREFVSVFVKM
MTNRGKAAARFDLRLIDRATGLPRSVFRAAQPVVFDYSVKHKKCKGKRGTRAFMRRRDLESSAFVRDDRLIVECVIDVVV
ANGGDDDTAAAASPLAGVPAPDLSRHLGELLERADGVGADVTFDVRGQPFAAHRIVLAMRSPVFMASLYGSMREHRAPRI
AVDDMEPEVFDALLRFVYSDTLALPGDLGEGEYKEMVRQLLEAADRYAMDRLRVICELILSRSLDAKTVAATLAMADQHS
TTATRSRMFVFSSWPLGWMTTIND*                                                       
>Osat_LOC_Os08g03500                                                            
MPMETTTTTATESMSKMETVRGTHRFTFHGYSLCKGGGAGRCIRSGTFTVGGYDWCICFYPEGQGGGGGDREHVSVKLRL
VTRCATATAFYELRLLDQDTGRAAAVARASGAPRVFASSNPGTACFGRRAFMERSKLEASPACLRGDSVVIDCAVRVVVH
DPVVAAVRRREAPDDVPPSNILRQLVAQVESEGADVTFAVQGETFTAHRLMLAARSPVFKAELYGAMKEKDADHVIAIVD
VQPAVFKALLHFIYTDDMPPDLGLAAADDDDTDRIDMARHLLVAADRYAVERLRVICERVLRRSLGVETVIDTMALAEQH
SCGELKEACLEFIDSHSKRIVESDGYKNLKRACPLLVADMWERIVLSRLE*                             
>Osat_LOC_Os08g03510                                                            
MSSAAPAGHHAGEEPPPPSTTRSTMSTCTMGTVEGHHRFAIRGYSRLRALLAAGEYVRSAAFTVGGYDWAVVFYPRGATH
ADRDHAAVYVQLLTDRAAAAATFDLRFVRADSGRPLSVHPPLAAPRTFSTVLRSSSAAMYGVKVEAIQALQANYVRRDRL
TIDCAVRVVGKPRVSAAAPLTAADVPPPDLAAHLGRLLDLKSHADVTFDVRGVQFAAHRVVLAMRSAVFAAELFGPMRNN
AGGAIKVGDMQPAVFKVLLGFIYTDTLAAMDDLDADEDDRRELARHLLVAADRYDMGRLKLICADMLARSLTAQTVASTL
ALADRHGCRGLREACVEFVIAMGMNDEVVISRHPDQLSCISLFKYFFYQIGSLLKIH*                      
>Osat_LOC_Os08g03530                                                            
MATECTTSTSTTATVEGRHRFRVAGYGATKGAAPGHRVASGTFTVGGFDWAVVFYPEGVTAADMDFVSVYLELKNAAAAA
GGGGGGAVARAFYDLRLIHPATGEPRSVRWPMDGSTSRVFSQAFPAWGHLRFMRRRELEEMGFVRDDRLTIECVVNVVLD
PVVTAGDAPELDHPPSNILGHLAGLLGDKGTADVTLVVRGEEFAAHRAVLAMRSPVFKAALYGPMKESTDANAGRVAIDS
VEPAVFRALLHFIYTDTTAAMDDLDDDDDDKAQMIMHLLEAADRYDVERLKLICELMLCKSIAVDTVAATLAMADQHHCQ
KLKEACIEFLATSKKMEGVMESQGYEKMKLSCPSFMVDLWEIIGRKMTSYSVIPNIYARDKD*                 
>Osat_LOC_Os08g03650                                                            
MACLKLGSRADVFRKQGQDWYCTTGLPSDITVTVGEQSFHLHKFPLLSKSGLLERCIREKIENGDNSCVIDLSDIPGGAK
AFELTAKFCYGVKFEMTASNVVHLRCAAEYLEMTEEIAEGNLIAQTENFLTQTVLRSWKDSIKALHTCDDIIDLAEKLQI
VKRCIDSVATRSCTDPDLFGWPVVQYGGPMQSPGGSVLWNGISTGARPRHSSPDWWYDDVSCLSLPLYKKVISAMEYRGI
NQDIIVGSLNHYAKRRLPGLNRRKSISDVSSCLSISSLTSIPSEEEQKYLLEEIDRLLPFQRGVTSCKLLFGLLRTAIIL
KASPSCVSNLERRIGMQLDKATLEDLLIPNISESVETLYDVDCVHKILDHFLAMDQETGGASPGLGEDAQMLASPSLMPI
TMVAKLIDGYLAEVAPDVNLKLPKFRSLAAAIPDYARPIDDGLYRAIDIYLKAHPHLSESEKEELCRVMDCQKLSLEACT
HAAQNERLPLRVIVQVLFFEQLQLRSSIAECLMVSENLEGGSRQLIPTISGEQYRPGWPLASRENQALREGMDNMKQRVA
DLEKECSTMRDEIERLGRSRSTGKGRFSLNMKPQICSTKEAIPTTATTTATASEEKMAVVKGDTTPRLKLSRHKKKLSIE
A*                                                                              
>Osat_LOC_Os08g09830                                                            
MASLFGDMKEKSSRSVEIRDIEPQVFGAMLGFIYTDSVPELDQQDGVVVAQHLLAAADMCGLDGLKIMCEEKLIAGATVE
TAATTLALAEQHGCPRLKARCVEVVAANLDAVMATEGYKHLMASSPLVMNDLLRAVRGRKS*                  
>Osat_LOC_Os08g12960                                                            
MVSKKKKTVSRHTTESEEGRHSFEIVGYSLKKGIGVDEFVESATFAVGGYDWCIRFYPDGKGDGAKDYISVYLELLTKDC
AVRAAYDLRLVNLATGLPKSVYSETTHRMFNSEDSSKFAPHYATFMHRSQLEMEASGYIKDDRLTIECFVTVVVQESMAS
NTVKAHELIKVPPSDILENFGELLEKGEGADVTFVVGGEKIAAHKIVLAARSSVFKAELYGQMKEKRARRVTVEDMYAMD
RMKLQCESILGEHLDVQTVATTLALADQHNCNGLKDVCIEFIATQNKMDDVVATEGYAEDLPFCLS*             
>Osat_LOC_Os08g13000                                                            
MGTGSKKKKTVSWCTTEVSEGTHAFKIVGYSLNKGIGVGTFIRSGTFAVGGHDWAIRLYPDGVTEDSMDYVSVYLELMTE
NAKAMAFYTLGLVDPVTGGIRCNWSRSSPRLFDSSDSSRFGPRSPLFIPRSDLEMEESGYIVNDRLTVECEVTVTKGPQV
SRTIGCSEIGVPPSELSEHFGKLLEEEEDVGRDVVFSVEGESFAAHKLVLAARSPVFKAEFYGEMIERGTFSIDIKDMQP
SVFRALLHFIYTDVLPADIGDLEGDDYVEFIRHLVVAADRYAMDRLKLMCQSILGKYVDVKNVATTLALADQHNCDKLKD
VCIQYICSLDEVDAMVRTKGYANLKRSCPSVLADLFEKTSKFRAS*                                  
>Osat_LOC_Os08g13020                                                            
MGSKKRMSRYAKKHEEATLKFDVVGYSLNEGMAAGEFIRSPAFAVGATTGQSASTPTAPRACSPVFKAELYGGMKEREAR
SVTVDDTQPDVFRALPHFMYTDSLPDMDGVEDADYVEMIRLLLVAADRYAMDRMKLLCESVLDDLLDAETVGTTLALADQ
HSCNNLKDVCVKFMATSKGMDAVMATEGYDNLKRNCPYVLIDVLEKLNRGKAIHTTLALLVVTNIFSSSNMFSLFEHED*
>Osat_LOC_Os08g13030                                                            
MVSKKKNTTASRHTTESEEGTHSFEIVGYSLQKGIGVDEFIESATFAVGGYDWCIRFYPHGKGDGAKDYISVYLELLTKN
CAVRAAYDLRLVKHATGLPMSVYSETTHRMFNSDDSSKFAPPYATFMNRSNLEMEASGYIKDDRLTIECFLTVIVKESMA
SNTVKAHELINVPPSDLSENFGELLEKGEGSDVTFVVGGEKIAAHKIILAARSSVFKAELYGQMKEKRARRVTVEDMQPD
VFRGLLHFIYTDSLPDMDDLSDDDYYEMIRLLLVAADRYAMDRMKLQCESILGEHLDVQTVATTLALADQHNCNGLKDVC
IEFITNQNKMDDVVATEGYADLKRTCPSVLVDVFEKASKFRRI*                                    
>Osat_LOC_Os08g13060                                                            
MPSSSSAAAAACGPPEFTPGWKTVSTCAPDVVGEGVHVFDIFGYSDHKGMGAHEPIRSGAFSVAGLDWVACLYADGYGVA
GIDDVSAYLRLLGDAPTPRVWVSCEVKLVDQRTGVASTPQPFLRYALAFGDKCKALHCMMIPRGQIEVEPYLVDDRLTME
FHVVVRRDPRVSRTARFPRILVPPPDIKRQFANLLQSKEGADVTFDVAGEPFSVHKLVLAMRSPVFKAELCGLLREPGTQ
PITIVDMQPAVFRALLQFIYTDQFPVTRGFERRDNCEMIRHLLVAADRYAVDRLKLLCQGILCKNLNVHNVATTLALADQ



HQCDKLKDACIEFMSCSKKMKGVVASKGYEDLQRMAPSVLADAVAQMSKLNKMSRGSVPQDESKSC*             
>Osat_LOC_Os08g13070                                                            
MKRHQMESVPRTVSTVVPNTAEATHVFDIVGYSQMKGRGREEHVTSGTFVVGGLHWAILLFPDTHVILLDDEEDNVTAFL
ELQSQGGSKVRACCDVRLVDQTTGLASSAAPAQPDAKTFKVFNADESNRVSCLKMKRTEFEAPPYLVDDRITLECVVTVK
KEPRVSRARPVPRIKVPPSNMMQQLGDLLESKEGADVVFDVAGETFPAHKLVLAMRSPVFKAELCGPMRESGTEPISIVD
MQPVVFKALLQFIYTDWLPSIRDLEGDDNSEMIRHLLVAADRYAVDRLKLLCQSILCKNLRVGNVATTLALADQHHCGML
KDACIEFMSCPNMLDDVVASQGFVDLENTAPSLVA*                                            
>Osat_LOC_Os08g13090                                                            
MARAKTVSKCITETAEGSHVFSITEYSQKRGMGVGKGVEVHASSDLRLLDHTTGLSTSVTKTLPKASAYLRDDRLDIECV
VTVMKEPRVSQTKSSPKVAVPPSDIAAHLGKLLESKEAADVTFYVGEDTFAAHKVVLAMRSPVFKAELFGPMREAGAQVL
PIKDIQPDVFKALLHFIYTDSLSIIDDLVGDDRGEMIRHLLVAADRYAMERLKLICESDLCENLNVQTVAATLALADQHH
CASLRDACIEFMSSSSMDDIVATQGFVDLKTNCPSVLVDAFVNMSMLNKR*                             
>Osat_LOC_Os08g13180                                                            
MVASASRLRPSSTTRTASSCKPETARGTHVFTIHGYSLQAVDGAGSNKASFIRSAAFDVGGFDWCLRYYHNGNIESDDDY
ISVFLELMTKDAEVRTIFDIRMLDQYTDDSSCVLVSTTNNTRRVFGTTNFKSKCLVWGSKNFIRRSELEGSVYLRDDRLM
IECNLTVIKTPLVKTEERAAMPGDIIHFQVPPTNLSRDLGKLLEDNVGADLSFEVGGDVFPAHSVVLAARSPVFMAELYG
PMRAKRGERIAIQDMQPVVFKALLHFMYTDSFSPAINDDLSRDERQELAKHLLVAADRYAVEGLKTICEKALCMSLSVDN
VATIVALADQHNCGRLKEACVKFIASSNRLDDVVETEGYGRLKTSCPSILLDVIEMATKSRKIN*               
>Osat_LOC_Os08g13250                                                            
MDYFTGTGTIVVSDDSLYAAFGYGDPFGFAPRARPPIRSLPFAAGGYQWCLWFHPTTFAGFFGFGVELLTAGAKARASFE
FGPVDAASHNVIVRMPPFLFDHPHHPMVIMVWPKAMLAEEATLFVRDHAVVFRVDVTVVPDEPLPPDAGVGDDDVLPPSD
MLAQLGNVYDTKEGADVTFSVDGELFAAHRVILAMRSPVFRAAVYGEMRESGRGGGPIAIDDMRPDVFDALLRYIYTDAL
PAAADDDDMEATWSDLLVAADRYGVERLKLICERALRGRLDAGNVADMLALADRQHCETLKDACIKFMATSGKMEEVKAS
QGYIQMVADRETGAKDQIGVYLELITKGTKARASYKLRLLNHVTACPCLWYTCPLKIYDSIDDNKSFTWGTKKFADRSKL
EVASEYLQDVRLVIECDVMPLVRIEAIAEIIRSPSSPWSQLSEDIGKLLEMETGRSRRELQGQRSTLNTIDRVASTIRRA
NEREEKYLGEEERKELIKHLLITVDRYAIEGLKTMLEDGLCKVLSLGNVKEMFALTDQHDCSILKDVCFEFITSSSVHGL
GDVALSEGYESLRESCLAAIVDALQRVQ*                                                   
>Osat_LOC_Os08g25240                                                            
MAAPSPSSGDRAPTRETASTQRLTITPYSSFSGLSSGKPVISGLFSLGGHLWDILFFPGGYYSGSPYAAVFLRLVSSDHR
EQVRVLVDFTLVYRRGGMTGGGEDDGSYTRCGYHVFGPGPATVGRGCFGFPEFILQHDLAASGVLLRGDRLVVECAVLLA
ADADEVLRRGPRPLDDELRRGLRRMLEDGTGADVTFVVRGERFRAHRCVLAARSPVLLAELHGPAARAMGETQDTDDATT
TITIDDMEPDAFAAMLRFAYDDTLPELPGNSERDATGVHMAQHLLAAADLYRMDALSQACQDRLARCVTPATAADTYALA
DRLGLRLLKAAVVRDVAATGARGIEAVKNSEGFRRLAAADAATAEEMVRKVMAAASAHVKREEVSTVSSMEMILGSLGVA
VFAGIALAALNFGPFRPIK*                                                            
>Osat_LOC_Os08g31420                                                            
MAAASNVPPSSSTSSSSPHNTTSTHSTELVKGTHRFTVAGFSLQKRNGAGHFAKSGSFDVGGYSWAVMFYAAGEKEEDQG
HVSVFLELQSTGVEKVTVKYTFNISGSSLLSAGWGDFKPSSKCRLGFNKFMEIETVEDVYLMNDCVTIHCAVEVVREKKA
RATVSRRIAVPPPAICRHLEQLLESKKGSDLTVQVGESKYDVHRAVLAARSPVFRAQFFGPMAAANRRASGGGGRCVRVH
DMRPAAFEAVLHFVYTDTLPPVKEEEGFLTNNSASRRHLVNLRDAAAGCSKGEVRVMVREWLAAADRFGLERMRLLCEDA
LCESIGVANAAATLRLADRHHCALLRALCMEYIASPGMLAAVMATKGFKELKVACPSLLIEILEKVGCCRSE*       
>Osat_LOC_Os08g31430                                                            
MHILSLPMAAAAASTVPQSSSTSSTPQNTISTHSTELVRGSHEFTVAGYSLQKRKGAGHSIRSGSFEVGGYSWAIRFYPA
GSTKEEERHVSVYLELRSTVVEKVTARFSFHVHGASASSLHMRGSFDDYTPTSKSWGYPKFMEIETVESEYLINDCLTLL
CDVEVVKTVKTGATISCFITVPPPAICRDLELLVGSKEGSDVTLQLEQSEYDAHRAVLAARSPVFSAQFFGPMADEDAAA
AGSRRNVRIHDIKPAVFEAVLHFVYTDTLPPATTSWSASHRDKRPKLSDVAAASCSEEEVRVMIGERLAAADRFDLERMR
LLCEDALWETIDVANAAATLRLADRHHCPQLKELCMEYIASAGVLAAVMTTEGFRELKLDCPSLLIEILENFGKRSEADE
E*                                                                              
>Osat_LOC_Os08g31450                                                            
MATAASTASSTTSPPHTTTMSTHSTELVKGSHEFTVAGYSLQKRNGTGHFVRSGSFEVGGYSWAIRFYPAGSTKEEERHV
SVFLELGSTVVEKVTARFRFRVNGATASSWGQFNDFTLSSKTWGYQKFMEIETVESEYLINDCLTMHCDVEVVKELKTGA
TMSRFITVPPPAICCHLEQLLESKEGCDVTFQVERSDYDAHRVVLSARSPVFRAQFFGPMADTGGGDRYVRILDMKPTVF
EAVLRFIYTDRLPPVEDGEAAASSCWREDVREMARS*                                           
>Osat_LOC_Os08g38700                                                            
MSDGARVEAAPRLAQWRVDVLPCYTYRKSEPFRIGLWNWYLSVERNNKQTCVKVFAELSNSAKNTTPAPIASFITKLLIS
FPPNQKTIVHPGIFDKPLKHEGFVWAIDSTVTGRFVIEIEFLDLKIADPSGGEPASIWASHQIKKSSDNTALSSLARMLQ
EGILTDITINATDGSIMAHRAILASRSPVFRSMFSHDLKEKELSTVDISDMSLEACQAFLNYIYGDLRSEEFLTHRLALL
RAADKYDISDLKEACHESLLEDIDTKNVLERLQMAHLYRLQKLKDGCLRFLVDFRKVYEMHDDFKVFLQTADRDIIAEIF
QGILTTWSGR*                                                                     
>Osat_LOC_Os08g40460                                                            
MEHRGTRGEHSPVRMKHLAANREGDVRAIGAAHHDAELVPQVGRWHCNRFVVVAQNDEATYECNHIARVKFTQLDEAPPG
IKAEALGCLAYQQTPLGMLHGWYSTLCSMKLETRSITHGWVGTPKAGVGDREMRIVTGQRRRLGMLLVGERRSRGGGQPC
EPPKTREERWGGEISLEMKKRSSGGGGGWGVRMASSARCRRRARGLGDGAAAIHMCRVDHLNGSDVFFFVGGETFHAHRA



LLAVCSPVFKALLLSSTAEAAACSITLNDIKPAMFEALLHFMYTGDFLPAGAHSSSPDSSDTNTDTLHRLLAAAHEYKLD
RLKLMCARKLEESLSVETVARTLGYAKMCGCSELKSKCLDLLLLGEEEHQSIGHTWLLLALA*                 
>Osat_LOC_Os08g40490                                                            
MLASGFVECKLDYLESEKIAIDDSLPETKVSAGEHHARIRLYPRGIEGGHGEHVSIFMFIDDVDDDDPRIDAAVFEVFLT
DKHGAPSPQHARRSTEPCRPPTWPRISPAWLGCPDGSDVSFSVGGETLIHAHRAVLAARSPVFRAELLGSMAEATMPCVT
LHDIEPATFRALLHLVYTDALPASSTSSSTAAAAVEFFRGLLAAADRYALDRLKLIYTCSWMLKSLKAASTCIMVMGEEY
PSSSGCSSVYEQFSDADLVVADPRSRAKKNDRLFWRFVGWYRFVKRSAVDSLHAIDGVVTFVFGLVILRDDRHHPIAVPP
PNLGGHLAAMVGSADGSDVSFSVGGETLIRAHRAVLAARSPVFSAELLGSMAEGTMPCVTLHDIEPATFRALLHFVYTDA
LPPRDILSPSFFKKLFAAADRFALDRLKLMCAQKLWESVTVETVAETLACAEMHSCPELKSRCLDFFVEENNFRKVVVTG
GYLRLMQGFPSVIDEIKARLEI*                                                         
>Osat_LOC_Os08g41120                                                            
MMISSSFAELKLEYPGTTTTTNSFAVGDGEQSWVIRCYPRGYREEDNGEYVSLRIGVPARSNTVRAIFHTFLMRRDGGVG
APSIICSDRAFPMSVPGHPRGYGGAFRHLVRRSDLEPLYAVDGVVTIVCGVVVFADAGGGGGDDDDGGPIPVPRSNLGGQ
LGGIVDRADCSDVSFSVGGETFHAHRAVLAARSPVFKAELLGSMAEAAMPCVTLHDIDPATFKALLHFVYTDALPSPSTS
SSSSSTTTGFFESLLVAADRYALERLKLMCAQKLWESVSVETVATTLGYAETYHCPELKSKCLNFLMAESNFKKVAVTNG
YFHLRQDFPLIIEEIKKRIES*                                                          
>Osat_LOC_Os08g41150                                                            
MEYTAASMLASSFIEYKLDYLETQKLAIGECLPGIRISAGEHNATILLFPRGCEGRNGEYIAVFLLLTEIDPKINVIFEV
FLMNKDGKPSSLCAKNSSIDVIRGTSSGFRFLGWHRFIGWHRSIGWHRFITRSDLESIYVIDGMATFICGLVILGDGGAI
AVPPSNLGGQLGAMVGSADGSDVSFSVGGETFHAHRAVLAARSPVFRVELLGSTAEATMPCVTLHDIEPTTFRALLHFVY
TDVLQIIEGSSSSTTASTSDHLLHHQRLLAAADRYALDGLKLMCAQKLWESVSVETVATTLGCAEMHGCPELKSKCLDFF
MAESNFKKVVVTDGYFLLIQNFPLVIEEIKEGKIRAMPL*                                        
>Osat_LOC_Os08g41170                                                            
MLSSGFIEYKFDYLEASWMTVIGEWVPERRISAGEHNATIVFHFYSHAGCKYISVFLLLDENEIDPKISIIFEVFLMDKD
GKPSSHHAKRTMGPNMETASGLRFTGWRHFVKQSDLQPDHVSDKGTVTFVCGFMVVRNDVHGNPIPVPPPNLGAQLGAMG
GSADGSDASFAVGGETFHAHRAVLAARSPVFRAQLLGSMAEATMPCVTLHDIEPATFKALLHFVYTDVLPPLLGTSDLLE
PLLAAANRDGCNDSDLCRVYNCPELKSRCFNFLTADSNFKKVVVTEGYFHLGQSFPLVIEDIKARIETCDFFEKYIKGPI
*                                                                               
>Osat_LOC_Os08g41180                                                            
MVSSGFIEYKFDYQQIHKLAIGERLPATTISTGEHNAKIMCYPHGFGYGNGEYISLFFVMLKQIDPKIKVIFEAFLIGKD
GTPSSFHAKRTMQCWASQDGYDWFGWHRFVMRSDLESLDGMVTFICGLVVLRNDDDGDDHVAVPPSNLGSQLAAMVGSAV
GGETFHAHRAVLAARSPVFRAELLGSMAEATMPCVTLRDIEPATFRALLHFVYTDVLQIEGSSSTSTTDLLQRLLAAADR
FALERLKLMCAQKLWESVSVETVIATLCCAEMHSCPELKNRCIDLVVTKDNFMEVAVTKDYFHLGQSFPSVIEEIKPRLK
K*                                                                              
>Osat_LOC_Os08g41190                                                            
MAPASGFVELRLDYSATNASAIGDPINSDLFTAGGLTWRVNCYPRGDKADNNGDYISLYLELISKSKNIKAIFDAFMVDE
HGNPSDGSNRLVQVYPPAGYPAWGWPRFVKRSNLSSVFVVDGKVRIMCVVVVLRDDDGDGDGNRVPLPSPGVTGGHLDGG
LLPLPPPNIGVHLGGLLDSEDGADVTFVVVGGGGERFAAHRAVLAARSPVFRTELFGCKSESTSPSSSCITLQGIEPAIF
RALLRFIYTDELPADAGKLHQGSSSTNVFFKHLLAMADRYALDRLKIMCGQRLLDNMTPDSVAAILVCAEMYNCPELKNK
CIDFFAVEENFRKAVFTDGFALLMQKFPVIVAELKKRVEKL*                                      
>Osat_LOC_Os08g41220                                                            
MEDKVLPEWYSKEDNGEYLSLFLELVRESTSNNVRAIFDAFLVEKDDEPSSTHADRGVHVHPTNGYTAWGWPQFVKRSDL
ESSSSSYVVDGKVRIMCVVIVIRDNTVPVPPSDIGAHLGGLLDRGEGTDVSFLVDGETFPAHRAVLAARSPVFRAELLGS
MAESKMSSITLHDIEPLTFRALLRFIYTDKLPADDGGDQLKMAAMATDELFQKLLAAADRYDLSRLKLMCAQKLWEAVSV
DTVATTLIHAEMHGCPELKSSCLDFFVQDKNFKETVLTEGYVQLVQRFPSIKDEIRGRTERKKGGGCLLAGRRARRGNHR
VGKLASMRGEREEAGRPMNGTGRPARGRGGRRVGWGGRRACEEREKAGKRAEGDSHRVGRPMNGTGRSACARGEGEGGEK
GGGRQPSLHGGGGGGEALSASILVASTPRVFTRDAAGSLHPDNSDAAGVHPTASATPLIMGARKLCVALVFGLLAADVMV
TSILKGSFVLMLVPKSFESDHARVRGQQQPKVCQGLMAGNTATGDCQTGDGERRVRLREAWAFRRWRLEDRGGPGVPVAS
RPLGQAPGDLAPSTRRAGEETRRGRGVRESLVEAES*                                           
>Osat_LOC_Os08g41230                                                            
MTNKENYCYSKLEEFDHTVLITLISVYNQDYGSWILFESIDRYISDSIPLAIAFWFAAPYAGMPDSGSLELILDYEATNH
CAILVDGETFPAHRAVLAARSPVFRAELLGSMAEAKMSCITLHDIEPVTFRALLRFVYTDELPADDGGELNTTAMATERK
KGGGCLLMGRRAGSGNHQAGKLASVRGEGGGGEADEQDGEPTSGTGRGGRRAGWGGRRAREEREKVGKGAEGDSHRAGRP
MSLRGEGGGGEALSPSISLSWWP*                                                        
>Osat_LOC_Os08g41240                                                            
MLDGGFIELKLRYEDLAAGDFVRSDDIYAGGHTWRVLCYPRGGGAMNSNGQRIGGEYLSIKLDLVTRSTNVRAIFAAFLV
HLDGHPSPVHAKSFVAVYPLGAGGRGGGKAAAGWMYFASRSELEKKFVSGDGWVTVVCGVLIPSDSPQALSPPPPPPPSS
GGGGGHIGRLLYGAADDTADVALVVGGETFRAHRAVLAARSPVFKAALFGSMAEATAPSVALRDMDPAAFRAVLHFIYTD
ALPDDIDELAGFSPVDMFQHLLAAAERYELGGLKLLSTKKLLDNVTPENVAGIIVCAETYGCPELKKKCLDYLAREDEHF
RKAATTQGYLRLLQDFPSLMDEIRAVIER*                                                  
>Osat_LOC_Os09g06890                                                            
MPYISREKIIFLTAKVSGATVEIMGTPYPYGTVIRLQVYADTLGWSEHNGRTIGLYLMAFSFKMLNEEGQGDFVLLFAID



WPSVDISEFMYSTGTKKRIAGLEDGIRQGCVNNILLLPFKFPPIFTLLKYILYAGDDDGTIPIPWLNLNGQLGDIVDRAD
GSDVPFSVGGEMFHAHHAVLAARSPVFKTELLGSMAESAMPCVTLHNIDPATFKALLHFVYMDALLSPTRGGASSTSTTT
GFFKSLLMAVDMYALKRLKLMCAQKLWGSVSVETVATTLGYAETYHCPELKSKCLSFLMAESSFKKVAFTDGYFHLRQDF
PLIIEEIKKRIES*                                                                  
>Osat_LOC_Os09g16850                                                            
MAAASTTDQGVAVINDSPLCKLLSSGDGRHVTFRVDYAAARRPAVAGRTLRTTCAIGDSGAYRCEASFRLLIGRRKLAAF
AVVVSGPRYRDVHKVVVDLVLVDNARSVALQPPTRSMAIQAAAGSNQGGCGLLVSKDYLEENCVQDGVLVAVCSVLFLPE
LPPCLWLDSLGHRLAAMSNKKDSTLTDVCFDVDGERFNAHRLVMAAQSEVFRSLLFGSDDAETKTETAVVTIDGISATTF
KHMLHYIYCNQLPPPATGDGDDDDGEADHVTRIAELQRLLVAADAYGVEALRQACEDTLCAGINMDTVASTLALTEKGSY
PKLRGSCLEFLSNTQIYSVATNDECYEVVQSYPDVLTEIRDRFKKPRLTPKFPSTDTKDQNNP*                
>Osat_LOC_Os09g16870                                                            
MASSSSPCKLVSCGDNRHFMFRVDGAAIRRPVGRIVKETCEIGNGYTCEASLFVPSLLGERKVMMILAVTVNSDRAQSLA
RAHKVFIDMALLDDTKSPVLPPFARSVMSPSAAAGSSPKLPPPVAGSNLAASCKLVASRDHLLANCVKGGILAALCWVVF
VPSSPRSPYSLLAHCLATMSNGRDLTDVCFDVDGKSFHAHRLIMARQSEVFRAELLGSMAESKMECITISDMSASTFKHM
LHYIYCNDLPTCVKDTDDQSSWIFELQHLLVTADRYGVDTLKDLCEDTLCADITTDTVTSTLELAETRSYPKLRTSCLVF
LSNTQNFAEVATTKEYYNLIQSYPSVLSEIRNRFKRPRPSLMLAPSTVTENQNKRPRLSPKLTPSADTKDENNP*     
>Osat_LOC_Os10g28760                                                            
MPASAAATTGSSDGGRPPHYSSASAIVGGTVTGHHILQIDGYSYTKEKLPSGKFIQSRSFKVGDHQWRLSYFPNVKGSDY
ADYISVYLCLVEGQPVKARATFSLLDRAGQPAPASASYYTRDMPMGRFAVSDIGFGYHQFIKRELLEKSGHVRDDGFAIR
CDVTVVTELRTEDRTPPLVEVPPPDLRRHLGGLLESGDGADVTFHVAGEEVRAHRYILAARSPVFKAELFGQMKESSSSN
TVVNVDDMEAEVFRALLVFIYTNALPETKTKANQEDELVIAQHLLVAADRYGMERLKLLCEEKLVEYIDRGSAVMLMALA
EQHHCHGLKEVCFRFLESKETLSAVMATDGFLHLMQSCPSLVKELLFRVVDHSLEITHVVRL*                 
>Osat_LOC_Os10g28770                                                            
MPSSAATGGSELLRPPPPYSSASAIVGGTVTGHHILQIDGYSYTKEKLPNGKYILSSSFKVGDHQWQLSYFPNGVNRYGD
ADFVSVFLYLVEGQPVKARATFSLLDRAGKPVPSYTRDTGMRDFAVGGSGFGPGDFIKRKLLEKSGHVRDDGFAIRCDVT
VVMELRTEDRTPPLVEVTPPDLHRHLGGLLESGDGADVTFRVAGEDVRAHRYILAARSPVFKAELFGQMKESSSSSNTVM
NVDDMEAEVFRALLAFIYTDALPETKTKAKQEDELVIAQHLLVVADRYGMERLKLLCEEKVVEFIDRGSVATLMALAEQH
HCHGLKGACFRFLESKETLNAVMATDGFLHLMRSCPSLVKDLVFRVADSHFQ*                           
>Osat_LOC_Os10g28780                                                            
MPSSAATGGSELVWPPPPYSSASAIVGGTVTGHHILQIDGYSYTKEKLPHGKLKYSRMFNVGDHQWHLRYYPNGQGSANA
DYISVYLGLDAAAAGHAKEQPMKARATFSLLDRAGKPVPSYTLDAGMHDFAVGGSGFGYHQTGPWHQFVKRELLEKSGHV
RDDGFAIRCDVTVVVELRTEDRTPPLVEVPPPDLHRHLGGLLESGDGADVTFHVAGEEVPAHRYILAARSPVFKAELFGQ
MKESSSSNTIVKVDDMEAEVFRALLAFIYTDALPETKTKANQEDELVIAQHLLVAADRYGMERLKLLCEEKVVEYIDRGS
VATLMALAEQHHCQALKEACFRFLESKETLNAVMATDGFLHLMQSCPSLVKDLVFRVADRHFQ*                
>Osat_LOC_Os10g28790                                                            
MATGGSDDGGGARPPPYSSSSAIVGGTVKGHHILKIEGYSYIKEKLPAGKFIKSRTFKVGDHLWCLLFYHNGSRASPPGF
VAVYLKLVVAGGKQPVRARATFGLLDRLGKPMMSCKLDAGMHGFTVSETGFGYHEFIGAEVLEKLGYVRDDSFTIRCDVA
VVGALRVEDRTAPVVAVEVPPPELRRHLGGLLESMEGADVTFHVAGEEVPAHRSVLAARSPVFRAELFGAMKESVSGGSN
AVVEVDDMEADVFRALLAFVYTDELPETETKQQVVMAQHLLVAADRYGMQRLMRLCEEKLCGRVELGSAATLMALAEQHH
CRGLKEACLRFIDSTATMVAVMASDGFEHLIKSCPSLVKELIVRGSQLLSGAK*                          
>Osat_LOC_Os10g28810                                                            
MPTPEPSTSASAIVSGTVTGHHVLTIDGYSRTKAKLPTGRFTASRPFTVGGHSWSIHYYPSGDRSDTAGFISVFLELNPA
ADAAAAAGSGGSEPVDARVTFSLLDQAGRSVPSHTMATDLHDFAATGFGFGRFIERSYLEQSEHLKNDRFAIRCDVVVFS
DELRAEARTADAAALSVAVPPSDLSQHLGGLLAAKELGADVTFLVAGETFTAHRCVLAARSPVFRAELFGPMKESAATAV
ITVDDIEPDVFRNLLTFMYTDTLPETNPQELEEEEEDDDDDYEDDQAQAAAMVEHLLIAADRYNLERLKLICEDRLCKHI
DGESVATILALAEQHSCDGLKEACFQFLSSRSALNSLVATDGIEHLARWCPSVLNQLMSKVAALVPVDFVVRETR*    
>Osat_LOC_Os10g28820                                                            
MAGDTTKPTESAIVGSTVTGHHLLHIDGYSHTKDRLPNGCYMDSRPFTVGGHLWRIGYYPNGDVADASAYMAVYPSIDEN
VIVAVKAFAKFSLFFNGEPTPPAFVHTTEPFVFSRKGIGYGFSKYAERELMEGSIVDDKFTIRCDVGVSTELRAEDRPPS
DFAAVVPPSDLHRHLGDLLDSKHGADVTFQVGGEAFRAHRYVLAARSPVFRAELFGAMREATAAAAASSSDSEAIRVDDM
EAPVFSALLRFVYTDALPAPGGADDGQAAGGGSYSEEAAMAQHLLVAADRYDLKRLKLLYEDKLRRHIEAASAASMLALV
EQHHCRGLKEACLVFLSSPANLHAAMGSDGFEHLSRSCPGVIKELISKLVPRCD*                         
>Osat_LOC_Os10g28840                                                            
MGSTSGPACSAPPAALGSSTTTPTATPPRAQFTVSLLDELGRPGWSYRSSSCTCKCSGSSGEEYSMWGGERFIRRDQLEQ
SEYVRDDRLAIRFDVAVMDKLRTTEEIAGGGGGAVPPSEMSRQFADLLASGDGADVEFRVGGETVAAHRAVLAARSRVFR
AELFGPMKEGVAANGTIQVDDMDAEVFRSLLHFVYTDSLPPETGTPREGAAMAQHLIVAADRYDLERLKAEANLRGEAVR
AHWCGHGGDNFRARRAAPLPWAQAGVHGVPQLADESEGRHGNRWV*                                  
>Osat_LOC_Os10g28860                                                            
MSPTMPMTMTADEPTTASAIVAGVKTGHHVLRIDGYSRTKNVVPNGQFITSRSFRAAGHSWHVFYYPNGFDDESIEYISL
YLLLEDAATATTATTTTVQFTVTLLDKDGRQVPSQKANSGVFTYSSEIQKYGFTQFISRDELEQSEHLDGDRFALRFDIT
VVGKFRAEEIAGPVGAPYVAVPPSDMRRHFGDLLASGDGADVEFRVRGAGGEEETVAAHRVVLAARSPVFKAELLAGVPA
KDGGGAVIQIDDMDAEVFRSLLHYMYTDSLPPEKGTTREEAAMAQNMIVAADRYSMETLKLMCEDRLRKHIGASSVATML



TFADRHHCHGLRAACTEFLSSPTNLKAAMATDGFGQLSCPTVLKELMAKALF*                           
>Osat_LOC_Os10g28870                                                            
MSSSSSTSSTGNNNGGIPSRSSSSSSAIVVSKVSGCHFLNIDGYSHTKEMLSHGHCSRSCTFRVGTHSWYLEYYPNGRSF
LHNASDHMAICLVRDDDGDAGDGGAYEQMTARFHLLDHHAGKPVPGHTRGVTSPLLSGKIWECSNLVTRKELEEHVLDGD
CLAVRCDITIVTVPRRAAPAPAVVVDVPAAAPDLQSQMGALLLSKEGADVTLQVGGGETTTFAARLLVFRSELFSATATS
KAGSGGRVHVVDDGIDARAFEALLRFIYTDAPPELDEEDDDFSSMAWLLVAADRYKVERLKMICENELCKRIDGNNFEAT
LALAEQHHCSCPWFNLSFSAFVSEGADIPKFQKFRKFRFEFSKILNKFWSNLNKILPNAQKNEKN*              
>Osat_LOC_Os10g28970                                                            
MSSSSTSSASNNGIPSRSSSSAIVVSGCHVLKIDGYSHTKEMLSQGDCSRSCTFRVGTHSWYLEYYPNGRSLHNASDHIA
ICLVRDDDDGGDLGYGGAAREQMTARFHLLDHHAGKPVPGHTRGVTSPLLSGKVWACSNLVTRKELEEHVLDGDCFAVRC
DITIVKVPRRAAPAPAVVVDVPPAAAAAAPDLPSQMGALLLSMEGADVTLQVGGGEVETTTFAAHRCVLAARSSVFRSEL
FGATATSKAGSGGLVHVVDDGIGARAFEALLRFIYTDAPPELDEEDDDASSMARLLLGAADRYNVERLKMICENELCKRI
DVNTVATTLALAEQHHCSSLKKACMDLVDANPRAVEAAGGFEYLSNKCPSILRELIARLADFDLKNDG*           
>Osat_LOC_Os10g28975                                                            
MKEPSAVADPPAVVDVAVPLPELNRDMEALLQSEEGADVTFEVGGESFAAHRCVLAARSSVFRAELFGAMKESTAGGGKA
RVDGVEARAFKALLHFIYTDAAPELDGKDQDETSSMAQHLLVAADRYNLERLKLICEDKLCKRIDVSSAATTLALAEQHR
CPSLKKACMDFLYSPGNLKAVEATDGFEHLATSCPVILRELIAKLVAL*                               
>Osat_LOC_Os10g28990                                                            
MRRPIHRRTTRASAAAAAATGSTSTIFAGAMRYELKIVEYSRTKAVPNGCSMKYPAFTAAGHTWHVGYFPNGVIGAEEAE
ADYVAFFLYLNDNDAAEEAVKAQAIFSLLVIEGNPVSSYTFTTVLVNFSEKKYWGYKNFIKRESLENPLYLKDDCFSIRI
DLAVTPPLTVVVPPSDMHRHYGRLLISKEAADVEFQVGKKVFDAHRLVLAARSPVFKAELYGRMKESTTKSAIAIDDMEE
EVFEAMLTFIYTDSLPKMKRRDEAAMAQHLLVAADRYNLERLKLICEDKLSKNIDTGSIANILLLAEKHSCHALKEACFE
FLRTSRSLNAVMETDEFEYLIDTCPGVIKELMSKLIVNLGQSNEWRRDGALVIPIAKLILRYYQVQ*             
>Osat_LOC_Os10g29020                                                            
MPASSRASASASDGASSSAIVAGTVNGYHVLKIVGYSLTKAVPNGKSIKSRPFRAGGHTWHVAYYPNGQNAEKAEYMAFF
LCLDDTASKGVEAKAIFSLLDMEGNSVSSHSFTTRVVNFSEERSWGYSEFMKRGSLEKSEYLKDDCFKIRIDVSVIADFH
EEETPLIVVPPSDMHRQFGDLLLSKQGVDVEFQVEVFAAMLTFIYTDALPEMKQQEEAAMAQHLLVAADRYNLERMKLIC
EDKLSKHIDAGSVANILALAEQHSCHTLKEACLEFLRSSRSLKAVVETDGFRYLIGSCPGLIKDIFSKLSPR*       
>Osat_LOC_Os10g29050                                                            
MTASSLAAAASDGASSSSGSASAIVAGTVNGHHVLKIVGYSFTKAVPSGKSIRSRPFRAGGHTWHVLYYPNGNRAEKADF
VAFYLCLDDAEACSEAVEAKAIFSLLDMEGNPVSSYRFTTRVVNFMEHKKGWGFDFMKRESLEESEYLKDDCFKIRIDVV
VITDFHTEEETPLIVAPPSDMRRQFGDLLLSKQGADVKFQVGKKKFDAHRSVLAARSPVFKAQLYGRMRESTTRGAIRID
DMEEEVFRAMLTFVYTDDLPEMKQQDEAAMAQHLLVAADRYNLERMKLICEHNLSKHIDTDSVVNILVLAEQHSCHMLKE
ACLKFLRSSRSLKAVMETNGFGHLISSCPGLIKDIMSKLSPC*MTASSLAAAASDGASSSSGSASAIVAGTVNGHHVLKI
VGYSFTKAVPSGKSIRSRPFRAGGHTWHVLYYPNGNRAEKADFVAFYLCLDDAEACSEAVEAKAIFSLLDMEGNPVSSYR
FTTRVVNFMEHKKDFHTEEETPLIVAPPSDMRRQFGDLLLSKQGADVKFQVGKKKFDAHRSVLAARSPVFKAQLYGRMRE
STTRGAIRIDDMEEEVFRAMLTFVYTDDLPEMKQQDEAAMAQHLLVAADRYNLERMKLICEHNLSKHIDTDSVVNILVLA
EQHSCHMLKEACLKFLRSSRSLKAVMETNGFGHLISSCPGLIKDIMSKLSPC*                           
>Osat_LOC_Os10g29100                                                            
MSHGALSPTTAAAVSASAIVANTSRGYHYLKIDGYSHTKATPTGEALFSCQFAVGGHRWRICYYPNGNVLEAADYISMFL
VLDEIVVRNVKAQFQICFAGQVEKQAPSLAWKTVRAFNKQTSSSSSWGYPKFIRREDLEKSEYLRDDSFTIRCDIIVVDN
YRAEDASSGAAGFVSVPPSNLHSHLGDLLKNEKGTDVVFEVAGQRFTAHRCVLAARSPVFNAELFGMMMESDTTTNDAIQ
IGDMAAPVFKALLHFVYTDSLPETMEEREDTMCEHLLVAADRYNLERLKLICEERLCKYIGIGTVMDILALADQHHCKGL
KKACFDFLRSPANLSAVTGSESFEHLSRSFPSLMKELVDILGTSHNYAW*                              
>Osat_LOC_Os10g29110                                                            
MGQCAMSPARSGTTAGSGGGPTPSSSSSRSASTIVAGTASGYHLLKIDDYSRTRDLFPTSTALKSRAFTIGGHRWRIQYY
PNGNTPNCGDYISLFLHLDEEVTREVYAQLQFRLLDDELGDKLPPPPPPPSLDANKFFSHASWGQPKFIKKEELEKSRHL
KGNSFTVRCDVVVITEFVAKDMPEAATATAARRRTPARGTGSFVSVPPSDLHRHLGELLLGEKGADVVFKVGGKTFTAHR
CVLAARSPVFGAELLGSMKESRRKAVVRVVDMEAQVFKALLRFAYTDSLPEMKEKDEGAMCQHLLVAADRYAMERLKLVC
EEKLCERIDVSSVATVLALAEQHHCDGLRNACFDFLSSPENLKAAMAGDGFEHLSRSCPSLMTELVAMLGNCHDPQPTHR
SMPNTGSNR*                                                                      
>Osat_LOC_Os10g29120                                                            
MATAVSRGTASSIVADAVTGYHLLKIDGYSRTKGTPNGAALTSDQFVVGGHRWRIRYYPNGDIAMFADYISFHLMLDENA
TSTKGVKVKAQFQICFADQVRREILILSRRRRDPHREDDGDRHRNLRHRASASDLNQKLGKLLDTEKGADVVFGVGGETF
AAHRCVLAAQSPVFSAELFGPMKDSDRAGVVRIDDMEAQVFKALLRFMYTDSLPEMEEEEDTMCQHLLVAADRYNLERLK
LICEDRLCKHVGVGTVVNILTLAGQHHCDGLKKACLHFLGSPANLSAVLAGDGFEQLSRSCPSLVNELVAMLAPPIPPSS
HA*                                                                             
>Osat_LOC_Os10g29150                                                            
MSHTRSTTAGAAGGKPPIAPPPTSSASAIVADTASGYHLFKINDYSRTRDIFPTGSALKSRAFTIGGHQWRIHYYPNGNT
EECGEYISLFLHLDEIVTDKNVYAQHGFRLFDEFAGDNDDDDELQPSSIADLGQVSTFGGNNIGLGRLRFIKREELEKSK
YLKNDSFTVRCDVVVTKRIRSEETPLVVRTSPKPKVARLVTVPPSDLHRHLQDLLCAEKGADVVFEAGGETFTAHRCVLA
ARSPVFSAELFGSMKESDTTVVIRIDDMEAQVFRALLFFVYTDSLPETKKEDEYAMCQHLLVAADRYNMERLKLMCEERL



CSYIGVGTVTTILELAEQHNCDGLKKACFDFLSSQENLKAVTAGEGLEHLSRNCPSLVNELIGTLGNLIQ*         
>Osat_LOC_Os10g29180                                                            
MATAACGESPSRLGSASAIVADTETRYHLLKIGCYSRTKATTPTGSFLSSGQFTVGGHRWRINYYPNGESADSADYISLY
LLLDDKATNSSVKVQAQFKFQISSTDQVKNTPSLASTNVNTYGEDSSWSWGHRKFIKREDFEKSNDLRDDSFTIRCDVAV
IGEIRTEKTTEIPSATTFVTVPPSDLNQQLVDLLETEKGADVVFEVSGETFAAHRCLLAARSPVFSAELYGLMKEGDTAG
VVRIEDMEAQVFKLLLRFMYTDSLPKMEEEDVMWQHLLVAADRHDLQRLKLICEDRLCNYIGVSTVLNILVLADQHHCDG
LKKACFSFLGSLENLSAVVTGDGLEHLSRSYPSLMKELFVVMALPPNHGRYVIFF*                        
>Osat_LOC_Os10g29190                                                            
MSCSAIVADGVTGYHLLKIDGYSLTKGTPTGTAIKSNPFTVGGYRCSSKPRISRSPTTSGTTRSPSGVTWSLSARSVPRR
GRLTHLAETFVSVPPSDMNRQLGDLLETEKGADVVFEVAGERFAAHRCVLAARSPVFGAELYGLMKEGDAAVVVCIEDME
ARVFKLLLRFMYTDSLPEMKNKDAGVMCQHLLVAADRYNLERLKLICEEKLCKHISMGTVSNMLVLADQHHCAGLKKTCC
NFLGSSANLSPISRGCLSVMKELVLGCWCIH*                                                
>Osat_LOC_Os10g29220                                                            
MSSSAAGNSSRSASTSTIVADTETGYHLLKIDGYSRTKGTPNGTAIASSQFIVGGHRWRIYYYPNGDHTDNADYMSFYLL
LDEKKNTKTKSVKVWTLFQICFADQAKALPTLTSKTVRTFGDGSSWSWGYSKFIKREDFEKSKDLRDDSFTIRCDIAIVR
EFLVETTEVLPPKSFVSVPPPDMNLQLGELLETEKGADVVFEVAGERFAAHRCVLAARSPVFGAELYGLMKEGNAAVVVR
VEDMEARVFKLLLRFVYTDSLPEMKKKDEGIMCQHLLVAADRYNLERLKLICEEKLCKHISTGTVSNMLLLADQHHCSGL
QKACCNFLGSSANLSPVSRGWLFVMKQLVLGCWCLH*                                           
>Osat_LOC_Os10g29230                                                            
MSPAVGRGNPPSRSASSSTIVAETATGYHLLKINGYSLTKATTPTGSFLPSSPFTVGGHRWNIKYYPNGDDVKTADYISF
FLVLEEEETNMGLTVQAKFKFSFANQVKKQPSLKYRPIKTFNLEDSCGWGYVEFIKRVDLEKSDDLRDDSFTIRCDIVVV
REIRTEETTEILPVESFVPVPPSDMDQQFGDLLETEKGADVVFEVGGQTFAAHRCVLAARSPVFRAALYGSMKEGDTDGV
VHIEDMEAQVFKLLLRFVYTDSLPEMETEEDVVCQHLLVTADRYDLHRLKLMCENRLCKYIGVSTVSNILALADQHHCDG
LKKACFSFLGSPANLSAVVASDGFKHLSRSCPSLMEELVVMLALPPSHA*                              
>Osat_LOC_Os10g29260                                                            
MARSLSPASSPSAATAGASDEKVKVQAKSDFQISYTGQVDEPPWLATMKADTFDGAGFRSFGYEKFVRRCDFEKLIRDDS
FTIRCDIVVIDEIRAEESTEITTTTAAVVTVPPSDLNQQLGDLLESEKGADVVFEVGGQTLAAHRCVLAARSPVFKAELY
GLMKEGGTAAGAVHIEDIEPRVFKVLLRFMYTDSLPEMEEEDVMCQHLLVAADRYNLERLKLICEEKLCRHISVGTVWNI
LPLADQHHCDGLKKACFDFLGSLANLSAVVASDGFKHLCRSCPSLMEELVVTLALPGSHA*                   
>Osat_LOC_Os10g29290                                                            
MSPAAACRGNPPSRSAIVADTATGYHLLSIHGYSRTKGTPTGSPLKSTRFTVAGHRWRIHYYPNADRADSADYISMYLFL
DEKSNATRSVKALFQIRFADQVKAQPSLALHAVRTFGDGSWSWGYAKFVRREVLEKSKDLRDDSFTIRCDIVVVREFVAE
EATEILPAGSFVSVPPSEMNRHFGDLLETEKGADVVFEVAGESFAAHRCVLAARSPVFGAELYGLMKEGDTAGVVRIEDM
EAQVFKMLLRFVYTDSLPEMEAEEDVMCQHLIVAADRYDLQRLKLICEEKLCKYIGVCTVSNILALADQHHCDGLKKACF
SFLGSPANLSAFVADDGLDHLSRSCPSLMKELVVELALPPSHA*                                    
>Osat_LOC_Os10g29310                                                            
MSPAARRGNPSRSASAIVADTATGYHLLKVDGYSLTKATPTGSSLTSTQFTVGGHRWRIKYYPNGDSADSADYISIYLLL
DEKASLDLKVEAKYLISFADQVKTQPSLKYRTVRTFHRQGSWTWGYGKFIKREDFEKSDHLRDDSFTIRCDILVVHKIHT
KETAEILPVETFVSVPPSDMNQQFGDLLETEKGADVVLEVGGQTFAAHRCVLAARSPVFRAELYGLMKEGDTAGVVCIEE
MEAQVFKVLLRFLYTDSLPEMKEEEDVMCQHLLVAADRYNLERLKLICEEKLCKYISVGTVSNILALADQHHCDGLKKAC
FNFLGSPANLSAVVAGDGFKHLSKICPSLMEELVVVLALPGSS*                                    
>Osat_LOC_Os10g29320                                                            
MSPPVAEESEGGGGRMPESMDHPPVVEESEARRQQRRPGDGKLHQHGQIDGAVDVEWRADEKSNADFSVQAKYQISFANQ
VKMQPSLKYIMVRTFIRGCSWTWGYKKFIKREDFEKSDDLRDDSFTIRCDILILRKIRAEETTEILPAAESFVSVPPSDM
NQQFGDLLETEKGADVVFEVGGQTFAAHRCVLAARSPVFRAELYGLMKEGDTAGVVRVEEMEAQVFKVLLRFLYTDSLPE
MKEEDVMCQHLLVAADRYNLERLKLICEEKLCKYISVGTVSNILALADQHRCDGLKKACFNFLGSPANLSAVVAGDGFKH
LSKICPSLMEELVVKLALPATQA*                                                        
>Osat_LOC_Os10g29330                                                            
MSPAACRGNPSRSASASAVVVDTATGYHLLKIEGYSLTKGIPTSLSLKSSQFTVGGYRWRIDYFSNGDCADSADYISLFL
SLDERANKDVKVRASWRFQIGYTGNVDKPPSLSTAKACTTFGVGPDGSWSWGYDRFIRREDFEKSDNLRDDSFTIRCDIA
VVRRFRAEETTEILPVEAFVSVPPSDMNQQFGDLLETEKGADVVFESPVFRAELYSSMKEGDTAGVVRIEDMEAQVFKLL
LRFVYTDSLPEMGNDDEDVMCQHLLVAADRYNLERLKLIYEEKLCSYISVDAVSNILALADQHHCDGLKKACFHFLASPG
NLNAVITSDGLKHLSRSFPSLMEELVAMLAPLLSHALVI*                                        
>Osat_LOC_Os10g29340                                                            
MPSSANGHGNSSTRSTSAIVVDRVTGHHLFKIDGYSFTKETPTGTPIASGEFTVGGYRWRIEYYPNGRGKKSADYIPLYL
SLDKNTSGEVKVKYQIELADRVKKKKKQPSLISKPFMRRRKFEKSKYLRDDCFTIRCDIVVMREIRTEEATFVSVPPSDL
KQQLGDLLETGKGADVVFEVGGGETFAAHRFFGSMKESDAAAGGVVRIEEMEAQVFKLLLRFVYTDSLPKMKEEDVMCQH
LLVAADRYNLKRLKLICEKKLCKYIGVGTVASILALADQHYCDGLKKACFNFLGSSENPPVASII*              
>Osat_LOC_Os10g29360                                                            
MNQQLGDLLETGKGADVVFEVAGQTFAARSPVFSVELYGPMKESEPTGVVCVQDMEAQVFKALLRFMYTDSLPKMEEEEG
VMCQHLLVAADRYNLERLKLICEEKLCKGKLF*                                               
>Osat_LOC_Os10g29380                                                            



MSFAGVSLVRDGRLQSPSSSAITSGATSGYYLLVVEGYSRTKDTVPNGDFIRSRPFRVGGYRWVIDYYPNGESSDDADSI
SVSLQLDQDSERPFMAHYEFSFIDETERQKSTHICSEALFDFSDDNRWGYTNFIRREELEKSKHLKDDCFTIRCDIILKK
DGSNTTGDDVAAPLVAVPPSDMHRQFTDLLLTKVGADVTFQVGGETFAAHRCVLAARSTVFMVELFGPMKEGATTASVHI
SEMVPEAFKAMLAFIYNDTPPPETEEDEDGKVAMWQHLLVAADRYDLPRLKLICEEKLCGHIGVGTATTILLLADKHHCR
GLKEACLEFLSSPANLEEVMEHGGLEDVVGTCPSVLVELIAKLALLRTQV*                             
>Osat_LOC_Os10g29410                                                            
MSFAGVSFICDGVHVCSSPANGAAGSAAYGYHLLVINNYTRTKQAIPNGFRIKSGKFKLGGHTWHIKYCPNGDRSTISGF
VSFHLVLDCDGGDGAVAAEPVNAKFEFSFADQVAKHQATRLRATKVCEFSRDCSAWHVGRFVRREALERSRYLVDDCFTV
RCDIMVVHAGAGANGVAAATAAPSMAGAVESFGRLLDTKLGADVAFEVGGETFAAHRCVLAARSKVFDAELFGPMKEGTA
ASVVRIDDMDADLFRGLLSFIYTDELPEREDHGGEKETSSDDDDDDDDDDNGAQSDQKHKQFTWLQQLIVAADRYDLQRL
KLLCEEEMYDHIGEKTVETMLILADHHHCRVLKDACLGFLGSHGNLQKMMAADGLDRVIKNFPSLTKEIIGRFAVVMANK
S*                                                                              
>Osat_LOC_Os10g29440                                                            
MGASASSSAGRSKPPPPPPCSSSGVAVSTSRGYHLFEIRNHSRIKSMTPLGRGETAEAADYAAVYLDYVIDSYPPKSVTA
YFLLRLVDKVSNDLMDPPPDDDVRAAAVHEFSAGQNSWGYYAFWKKDELESSGRIVDDVLTIRCDVGVVGRYATAKTDAA
AAAASVASSVHVPPADLGHQLGALRSRAVGADVTFQVGAGSGARRFGAHRCVLAARSPVFEAELYGPMVERDAGRVIRID
DMDPQVFDALLDFMYTDALPGMRKRDAVAMSQQLLVAADRYDLKRLRLLCEHELCKHVNKGTVASMLALVEQQRPSCQGL
KKACFEYLRKTPKVLREIMATEAFDHLVNELLLSNKLAIRE*                                      
>Osat_LOC_Os10g29495                                                            
MSSPSSQQPASAIKAPTTSGYHRLRIDYYRSLGSPTGWALSSRDFVVGGRQWRISYYPNGNRPENAEFISVFLCLDSSSP
KPAMLQVTITFDDEAKKQSQLRKAPVITIAPGACWGYHRFVKRDDLARSKRIRPDGFFTIRCDVSLIDHFTAQEDEPVFV
SVPPSELRRDLGGLLDTGSGGDVVFQVGGEAFTAHRGLLAARSPVLAAALYGPMMEGGGLQGGVAIKIDDMDPLVFKALL
RYAYTDSLPPQMQQGELEEEGRAMAQHLLAAADRYGMERLRLLCEAQLCKHIEVASVASILILADQHGCSGLKNACFEFL
KSPGKFAAAMATQEYDYLKTNHCALADEVVKGNQAKWMLATVETFMRHRLNSKSILETATREIALHASTSNETPPVFLDL
EESLRAKGDMTLREEATLKVLKVVATLGKAISTGAIAAVGYYVPGIVGAKFGEPSLPRLPRFAMAAVTSWFAGKVMYYAI
LQGSTEFILKHGEERMKMELSNIILNKHSDDKTLVEAVKTQFFAEHLFSDQYQDRTLFRWHLRRTYVDSAFMERVKEIEV
KSSNDGPGLISGQRIISTRPFGDLMEDPLACILGSPDSNMESNKSAEHTGTIVKRREIACPPAVLVEPIRLQPNVPICSL
LARSRTGSNLEVNPVILDLEESLLAKGNMTLEEEVTIRVSKMTASVFKVFATAAFGASSYYALGLGELSLHARARLDL* 
>Osat_LOC_Os10g29740                                                            
MATTTTMTLAASAGDGSPSSRSTVTTIAAQAYHVLKINGYSNTLEAGRHHALSSCPFSAGGHTWHVSYYPNGGRDSNKNC
ISIFLVLKDIVTEEDVMAKVTFSLLDRYGNPVPSYTYHTQLRNFSTSPSRAKGFENFIRRDELERSEYLNDDCFAVAVHV
IVPKEKPSIVVPPSNMHLHFVDLLVSKEGTDVKFLVGGEMFAAHRLVLAARSPVFKAELFGPTKKGTIDVIQIDNMEARV
FKALLDFIYTDIWPEIGHGEDNVAMAQRLLAAADMYGLQRLKFVYEDKLCNHIDTGSASTMLVLAEKHHCCKLKEACFTF
LSSMSPPIVEDLNSSIFGSESEKTVSSSDNHGSQINRIDIRIQPWQNADV*                             
>Osat_LOC_Os10g29750                                                            
MTTTTTAAAAALTSSVGDGPPPSRSTTTITAGRTYHILKIEGYSSTLKAGRGQALRSSPFSAGGRTWYISYYPNGGRETN
KHCISFFIHLDDDTVNDDVMAQVTFSLLDRHRNPVRSHTVTTTLYNFSVASSNALGFENFIRRDDLQRSEYLNDDCFAIA
VRLVITEESPSFTVPPSNMHMDYGDLLSSKEGTDVEFVVGGETFAAHRLVLAARSPVFKAELFKPMEEGTTDVIKIDNMD
AQVFKALLVFIYTDTWPEIGQDETTMVQQLLVAANKYSLSRLKIMCEDKLCSYIDTSSVVTMLMLADKYQCHGLKKVCFN
FLASSRALSLVMKADNFWCLIQSHPTMLKDLIYNIVTHQLEIKLSV*                                 
>Osat_LOC_Os10g29790                                                            
MSTATPTPNVVDGDCGGTPPSRSASTIIAARTLHVLTIHGYSDTLKSNVDPSQHLLLSSPFSAGGHTWCIRYCPIGCTEE
SKDFISIYLVLEDTITDVVSAQVTFSLLDQQGNPMPSHTLTTPLLKFSLQGTLPKALGYNSFIRRDDLERSGHLKDDCFA
IGVHVVVTKEAEPSSITVPPSDMHLHYGDLLSSEERYATDVEFLVGGETFTAHRLVLAARSPVFMVELFGPMKEGTTVNK
IHIFDMEAQVFRALLKFIYTDMLPEMDQEDETAMVQHLLVAADKYGLHRLKMICVEILSNHIDAYSVATILVLAEKHYCY
GLKEACFEFLNSSAILSAIVNTSDFLYLIQSCPDVLEDISFNIVARQLERAIFLSENQEGQINSVEIRINSVMTN*    
>Osat_LOC_Os10g29810                                                            
MATASIASNVAGGGCPTPSRSAAASTVVTTQAYHVLKIDGYSRTLQVHCYRSLSSFPFNAGDRTWYICYYPHGKNDISKD
FISIYLVLYDAIAEAVMVQATFSLLDQHGKPVPSHTHATRLLSTSNQDDMANNLGFETFIAKGDLEKSGHVQDDCFAIGV
HVVITKETPPPIIAVPPSSDMHLHYGDLLSSKRCADVEFLVGGETFAAHRLVLAVRSPVFVAEHFGPMKEGVNVNDVIEI
NDMDAQVFKALLNFIYTDTLLEMDQEEDATMAQHLLVAADKYGLERLKVKCEERLSNHIDADSVATLLVLTDKHNCRGLN
KACIEFFSSPTALAKIIETDEFQYLTQSHPNILEDIISNIVASQLEKAIFSPENEGGKINKVDIRIQPWQNSNARCG*  
>Osat_LOC_Os10g29840                                                            
MTTTTITSSVCAGPPPSRSTTTITAERTYHIIKIPGYSSTLKVGHGQALRTSPFSAGGRTWYISYYPNGGRETNKHCISF
FIHLDDDTVNDDVMAQVTFSLLDRHRNPVRSHTITTTLYNFSVPNSSALGFENFIRRDELQRSEYLNDDCFAIAVRLVIT
EEPSSFTVPPSNMHLDYGDLLSSKEGTDIEFVVRGETFAAHRLVLAARSLVFKAELFRPMEGGTTDVIKIDNMDAQVFKA
LLVFIYTDTWPEIDQDETTMVQLLVAANKYSLSRLKIMCEDRLCSYIDTSSVVTMLMLADKYQCHGLKKVCFNFLASSRA
LSLAMKADNFRCLIQGCPTMLKDLIYNIVTHQLEIKLSV*                                        
>Osat_LOC_Os10g29850                                                            
MATTTTSTVTTIAAQAYHVLKINGYSNTLKAGRHHPLSSCPFSAGGHTWHVSYYPHGCRDSNKDCISIFLVLEDIVTDED
VMAKATFSLLDRYGNPVPSYTYHTKLRNFSTSSGRARGFENFIRRDELERSEYLNDDYFAVAAHVIIPKKKPSVVVPPSN
MHLYFGDLLVSKEGTDVKFLVGGEMFAAHRLVLAARSPVFKAELFGPTKKGTIDAIQIDNMEARVFKALLEFIYTDIWSE



IGHGKDNVAMAQQLLAAADRYGLQRLKFVYEDKLCNHIDTCSVSTMLVLAEKHHCCKLKEACSTFLSFMSPPIVEDLNSS
IFGSELEKTVSSSENHGSQINRTDIRIQPWQNADV*                                            
>Osat_LOC_Os10g29920                                                            
MATSSIASKVAGGGCPTPLRSAAVSTVVTMQAYHVLKIDGFSGTLQVHRYRSLSSFPFKVGGRSWYICYHPHGKNNISKD
FISIYLVLQDDIAEAAIVQATFSLLDQHGKPDDLEKSGHVQNNCFAIGVHVVITKEVPPPPPPIVVVPPSSDMHLHYGDL
LSSKRCADVEFLVGGETFAAHRLVLAVRSPVFVAEHFGPMKEGVNVNDVIEINDMDAQVFKALLNFIYTDTLLEMDQEED
ATMAQHLLVAADKYGLERLKVKCEERLSNHIDADSVATLLVLTDKHNCRGLNKACIEFFSSPTALAKIIETDEFQYLTQS
CPNILEDIISNIVACQLEKAIFSPENEGGKINKVDIRIWPEPWQNSNARCG*                            
>Osat_LOC_Os10g29950                                                            
MATTAPNVVDSDCGGTPPSRAGGHTWCIHYCPIGSTEESKDFISIYLVLEDTTADVVSAHVTFSLLDQQGNPVPSHTLTT
PLLKFSLQGTLPKGLGYNSFIRRDDLERSGHLKDDCFAIGVHVVVTKEAIPSSITVPPSDMHLYYGDLLSSEERYATDVE
FLVGGETFAAHRLVLAARSPVFMVELFGPMKESTTVNKIQIFDMEAQVFRVLLKFIYIDMLPEMDQEDEAAMAQHLLVAA
DKYGLHRLKMICVEILSNHIDANSVATILVLADKHHCYGLREACFDFLNSSAILSAIVNTSDFQYLIQSCPDILEDISFN
IVARQLERAIFLSENQAGQINSVEIGIRS*                                                  
>Osat_LOC_Os10g30040                                                            
MATTTATTLAASAGDGSSPPSRSTVMTIAAQAYHVLKINGARGFKNFIRRDELERSEYLNDDYFAIAAHVIIPKEKPSVV
VPPSNMHLHYGDLLVSKEGTDVKFLVGGEMFAAHRLVLAARSLVFKAELFGPTKKGTIDAIQIDNMKARVFKALLGFIYT
DIWPEIGHGKDNVAMAQQLLAAADRYGLQRLKFVYEDKLCNHIDTYSVSTMLVLVEKHHCCKLKEACSTFLSSMSPPIVE
DPNSSIFGSELKKTVSSSENHGSQINRTDIRIQLWQNADV*                                       
>Osat_LOC_Os10g30350                                                            
MATTLASGAGDAPGLEWYIPGLEIELCSRGGCSEWLGLYNRGLSGPPVIFSSGCDTWHINYRRLGSSDSSRDYISFYLVL
EDQVVEDDTVTAQITFILLDQDRKKPFILRKDLAESEHLKDDCFAIGVDVVIVTKDEVSSVKVPPPSDMHRHYGDLLSSK
LGTDVEFVVGGETFTAHRLVLAARSPVFKIELFRTTEERTTPNAIPINDTDAQVFRAMLSFIYTDTWPKIDQENEAAMAQ
HLLIAAERYGLDRLKLMCEDRLCNGIIDMGSVTTNLVLAENHYCHSLKKACLELLGPWTTLAEFMATDDFRYLTKSCPGI
LNDLICIVAARERERTIFFLGE*                                                         
>Osat_LOC_Os10g30360                                                            
MKQISPPHHDFNPVSATGCKDYISFYLFLEDAVDEPVMGQVTFSLLDQDGKPVLSRTHTTRMFSFSLNSSFGFHKFIRRE
DMEQSKHLKDDCFAVSVHLVITKGAPSVKVPPSNLHSHYGDLLSSKQGADVEFMMFEALLIFIYTDMLPKMDQEDEVAMA
QHLLVASDTYGLQRLMLICEDRLCNHINTDSLAIMLVLAEKHHCIRLKEVCFEFLSSSTALVEFMESSDFLYFIRSCPTV
LKDLIYNVAAHGK*                                                                  
>Osat_LOC_Os11g02070                                                            
MDCCVCSPMASMYRLPRNAICAACYEGAKAIIAFFNDDDDEHADADQGSVKPSRLTKLNSTIKGLRDAWEEVKQMRCREE
ETKQRASFLQEGFAAAWKDGIHTDIAIRPGTGPPIQAHKAILATRSEVFRHILAGDDDCKAPAGDSLSLPELTHDELSHL
LAFLYTGSLATCAEERHLHALLVAGDKYDVPFLRRACEARLAAGVEAGNVLRTLEVAELSSSAALKERAMGTVVEHAEEV
VFSPEYEEFAVRNAALCVQITRTLLANKSLPAKTP*                                            
>Osat_LOC_Os11g04600                                                            
MSSEDSLKSLSLDYLSLLINGQAFSDVAFSVEGRLVHAHRCVLAARSLFFRKLFCGLDPNHQPPPPPPPLNWPMAGGGGG
GSGGGGRGGAGGGGGAPATPELVIPVSSIRYEVLVLVLQFLYSGQASVAAPKSGPLPGCGARGCWHTRCGAAVDLALDTL
AAARSFGVEQLALLVQKQLESMVKEASVDDVMKVLMASRKFEMQELWATCSHLVARSGLSADLLAKHLPIDVVAKIEEIR
AKSPLAAVAAPRSPFLTHHYLPMNPASSAADRDNKIRRMRRALDAADIELVKLMVMGEGLDLDDALAVHYAVQHCNRDVV
KALLELGAADVNSRAGPTGKTALHLAAEMVSPDMVSVLLDHHADPNSRTLDGVTPLDVLRSLTSEFLFKGAVPGLTHIEP
NKLRLCLELVQSAVMVTTRDDGAPVTGGAEAGGSDGGNFPRSDADDSLVSLTMNSTLMYQGQEMAAAVAAGEGRKSNNGR
GSPPPAMYFPNGFA*                                                                 
>Osat_LOC_Os11g24550                                                            
MYSITAAPATVSHLVRIDGYSRTKNLRRGRFIEAMNFTVGGHRWFIRFYPNGHGPRDVGVVSVYVGIAGAYRRGGGDAKP
VIADARFSLVDRDGRPAPPSFVQGMPAVDFSGNDFGMNIKRAELETSGFLKDDGFLVRCELGFVNSAGDGDGRRGVQIKE
GIKVPPPNLHRHLADLLWKNQSSGDVFIEVQGKTFTAHRWMLAARSPVMAAELSSSDSDDAAYTDADATKNTMMTLRVDD
DMDAETFRALLHFIYTDALPPPPQPRARDTKEKEDEAAAAEAARRLHAAAARYGMERLQLMCEDALCRSLSVLTVASTLV
FAEKHGCRVLKAACLDFLSCKRKLRQVTRLDDDFRLLTTTCPSVIKELFAQVLK*                         
>Osat_LOC_Os11g37520                                                            
MRKLFFSELTSCKETKLHSAPHSWLPLEKGKLSKFAGHSTSSIESLMKMPEPVVLPHFKPADYVDILAQIHEELESCPPD
EKSCLYLLQFQVFRGLGEVKLSRRSLQSAWEKASTIHEKLIFGAWLKYEKKGEEPISDLLSSCGKCSQEFKLLDFVSQIS
TGSHEISYDDESDVFWGSPVVHFRIRDDMIACDRRKLAALSTPLYAMLNGGFRESHLEVIDMSRNGISSIGMRAISKFSL
TGRLPYLSADAILEMLDFANKFCCNGLKDACERKLASFICSRQDAIDFMECALELGCSILAAACLQVLLNELPECLNDEQ
VVRIFSCASKQQRSTMAGNASFSLYCLLSEVSMSINATSDVTVTFLEKLVDSASDSRQKQLALHQLACTRLLRKDYAEAE
RLFNAAFTAGHLYSVVGLARLASMRGNKHFSLKLLDSVMSSRWPLGWMYQERALYLEGDNKLENLNKATELDPTLTYPYM
FRAASLMKRQSVEAALMEINRILGFKLVLECLELRFCCYLALEDHRAALCDVQAILTLAPDYRMIGGRVSAKQLRMLVME
NVEQWTTADCWMQLYDRWSSVDDIGSLSVIYQMLESDAAKGVLYFRQSLLLLRLNCPEAAMRSLQLAREHAASQHEQLVY
EGWILYDTGHCEEGLQKAEASIAIQRSFEAFFLKAYALADSSLDPSTSATVVSLLEDALRCPSDRLRKGQALNNLGSVYV
DCGKLDLAAECYINALKIGHTRAHQGLARVHFLRNSRTGAYEEMTKLIEKARSNASAYEKRSEYCDRELTKSDLQMVTKL
DPLRVYPYRYRAAVLMDNHKEKEAIAELTKAIAFKADLNLLHLRAAFHEHVGDISSALRDCRAALSVDPNHQEMLELHHR
VNSQEP*                                                                         



>Osat_LOC_Os11g40220                                                            
MMTRRQDAYYRYPTTSTIVASAPMPTGHHVLRIDGYSLTKAKFAAGEECDESCSFVVGGHAWRIRYYPNGAVVSGSGGFV
SLMLSLDHQPGAALPAAVVKARFAFSLLDMDGEPVPSRTYASDGVVSFSANSSSTFGAERFIGHGELEASGHLTGDRLAF
RCDVTVVKRDGPPTMSTLCPVEHDMFRCLLDTGDDADVAFRAAGGETIAAHRRVLERRAPELAKLCRRRGGASCFMGLVG
RHIDVGDMDAAAFKALLHFVYTDTLPETMAPREVPAMAPQLIAAARKYGLDWERLRLLCEDKAWGWRVDDTSMDTTAAAA
PATGDDPKRSQRRLPWFIRKCF*                                                         
>Osat_LOC_Os11g40490                                                            
MSGSSASAGDAPPPTTSVTASTIVAEVVSGSHVLKIDGFSQTIGASDGGSYVKSGRFVVGGHGWRVGYRANGDGDDDGAD
AGWISIALHLDDPNVDGVRNGVRARFKISLLAAAHDGSHPPPPRSDQSTATRSFPRFITAKALEESGYLVGDSFSLRCDV
AVVKDIRTEDDATTVKKLVGVPLPSDIGAHLGRLLAAGHGADVAIHVGGETFAAHRCVLAARSPVFMAELFGPMAMSRHN
NEETIRVHDMEPRVFEAMLHFIYNDSLPEVDDDDDGEVAAMAQHLLVAADRYDMGRLKLICEDTLCSHVDASTAATALTL
AEQHHCERLKEACFKFMENPSNLKAVMASDDFLHLTRSCSSLLKKLAKLAA*                            
>Osat_LOC_Os11g40680                                                            
MASNSPATSDAATGDVPEPSRSSSVVKAMSGYHVLKMEGYAAGVKGLGVGKFIDSGSFDVGGHRWCIRYYPKRSPASPGD
GDWISIYLNLCSTAAAIGDANASFTISLLDQDDDEHQPVAAHSRSCSSTVTFSSAATKAWGFPRFVERKTLEESPYLRDD
SFVLRCDVTVFKETIIEPAAPTPLVAVPPPDMHRHLGSLLSGGHGADVTLQVGDETFAAHRCVLAARSPVFMAELFGPMA
TSRHNDRETIRVHDMEPRVFEAMLHFIYNDSLPKVDDDEVVAMAQHLLVAADRYGMERLKLMCEDTLCSHVDASTAATAL
TLAEQHHCEGLKDACFKFMADPDNLKVVMESDGYLHLTRSCSYVLKKLAT*                             
>Osat_LOC_Os11g41260                                                            
MTTMSATDAAIVWLGDCEGDISGRRGQRTSTSYLEPVASRTYGGNVHRFPSPRGSSSWGFHKFIRHDELERSGHLTGDRF
AVRCDVTVMRATELRVEPACLAVPEPDLRAHLRRLLSTGDGADVTFRVGGGETFAAHRCVLAARSPVFKAELCGRGGAAA
GRCVDVDDMGAGEFGALLHFVYTDTLLEMASRDVPAMARRLIAAAGKYQVERLKLVCEDMLRRRVDTSMAMATTTDSAAT
TDDQLSQRPWLTQLFFKFASRMVGGMVVDAFTPEPPTAAEKSGDASPSLSPSPSCSTVAVSEASGHHVLRIEGYKRTKMM
MATGEHLNSGEFHVGGYTWRLRYYPNRYDQEFSSSISFALVRTGRDDDDVVVRARVKISLLDVAGEPVTRYSHSDNKCTF
YEGHDLWAIKSFIRRVDLEDSGHLDDGGGGGDSFAVRCDLTFNVPDIRVDVDDAAAVTVPAVPPPLLHRHLGDLLASEAA
ADVRFNVDGEAFAAHRCILAARSPVFRAELFGSMRERAARAIVRVDDMDADAFAAFLHFVYTDELPEMDDDGEEAAAVMA
KHLLVAADRYGMERLKKVCEDVLFRHVVVATAATSLALAEQHDCPELKDAILRFVTSPARLKADMASDGYEHLITSFPSI
ATEILAMLAAQLST*                                                                 
>Osat_LOC_Os11g41290                                                            
MARRRPSSRRRSPPAITSSRSTATPGLRPWSPPATASTPAASTSATTRGASGTTPMAPTAATRIPTPYPSCSSCRTPPPP
PAATAPPSRRSSCSACSTRRRTYRSSVHSFPSSDGFKNWGFLRFITHGDLDKSEHLVDDGFAVRCDVTVMGGIELRVEPA
SLLAVPEPDLHRHLGRLLSTGDGADVTFRVAGGEAFAAHRCVLAARSPVFRAELYSRGGFLRPAAAGRPETRVVDVDDMD
AGAFRALLHFVYTDTLPEMA*                                                           
>Osat_LOC_Os11g41300                                                            
MSTKKSGAADVQPSPSSCSTIVVTEASGHHVLKIDGYTRTTMMVATGEHLDSGEFHVGGYAWHLRYYPNGYDQEFSSSIS
FALVRTAGAGDNVRLHARAKISLLDLAGEPVARYSQPVDKCSTSKASDPWVCKSFIERDELEKSGHVVGDRLAVRCDLTF
NVQDRLVRELVAVPPPLLRRHIGELLGDARTSDVRFKVGGETFPAHRCVLAARSPVFRAELLGPMREHAATTIRVDDMDA
SVFAALLRFVYTDELPELDGGSAAAMAQHLLVAADRYDMERLKKVCEDRMVRHLDVGTAATSLALAEQHDCPELKKAILR
FMASPARLKAVMASDGYEHLVTSFPSIATEILAMFAAH*                                         
>Osat_LOC_Os11g41310                                                            
MAASSSAAASTSCAVAAEANGSTSTIVATTKPTGHHILKIDGYSRTKAMVAAGDSIDSSRFHAGDHAWRIRYYPNGTDRS
NQNPDAISVMLELQDAAAGRNNGAAAAAAVKAKFVFRLLNKDGEPVPSRTYRSSVHSFPSSDGFKNWGFLRFITHGDLEK
SGHLADDGFAVRCDVTVMGGIELRVEPASSLAVPEPDMHRHLGRLLSAGDGADVTFRVAGGEAFTAHRCVLAARSPVFKA
ELYSRGGFLRPAAAGRPGTRVIDVDDMDAGAFGALLHFVYTDTLPEMASADVPAMARQLIAAADKYKVERLKLVCEDKLS
RRVVADDTSMTPTPMSTPTTMTDSTTTGDDPQRRQRRARFLGKFVKFGACFSDRYFLPLI*                   
>Osat_LOC_Os11g41350                                                            
MSAAAADDDSPPLLTATPAAADDYCGSADSPAACTIVGKVERVCYNVRVDGYSKTKETTKNGSYIASTEFVAGGEPWRIR
YYPNGYSQSTAGHVSVFVYRVGGVDVGLHADVQIDLVARHGDATAPPETEVAGRFRCTFWPDSSFGFQRFISTEKLDMSP
WCVRDDGFTIRCDITVEGPPFVVAVKPSSSPLGWHLGDLLGDTDTADVAVVVGGDVGDGEETTFAAHRYVLAARSLVFKA
QLFGPMKKAAEGNGGAAMISVDDMRADVFRAFLHFVYTDELPPGELDVAGDGDADTAAIMAQHLLVAADKYDLPRLKLVC
ERKLSESLGAGTVATTLALAEQHGCHDLKEVVLRFIRLPANMEAVKCSDGFKHLLESCPSLHQDLKSRHIIS*       
>Osat_LOC_Os11g45560                                                            
MGQTTSKSAGDGKPKPKTTSAAAAAAAVVSETATGSMTMRIAGYSQTKGIGVGNSINSSKFHAGGHTWYIAYYPDGDREE
YSDWVSVYLCLARPAAGAAADDVVEAKFTLSLLSGTYGAVVEEKICTAKKFSFANGYWPSWGHTRFIKRKKMDSRLWSCL
HLDGQSFYIRCNITMDIIRCEAATTAVAVPPPDLHRHLAALLGSGVGADVRIRVGGKLFAAHKNVLAARSPVFMAELFGN
NGGKDQKEAKAAAAATGNGVIRIDDMDLRVFRAMLQFIYTDTLPKIDKGDTAFMAQNLLVAAHRYGIERLKSISVDMIRK
AARTMNLIAMIIRNNDEGIATQLRTRGRLGLHLPDAPEVNRAQIFDTGRG*                             
>Osat_LOC_Os12g02030                                                            
MDCCVCSPMASMYRLPRNAICAACYEGAKAIIAFFNDDDDEHADADQGSVKPSRLTKLNSTTKGLRDAWEEVKQMRCREE
ETKQRASFLQQGFAAAWKDGIHTDIAVRPGTGPPIQAHKAILATRSEVFRHILAGDDDCKAPAGDSLSLPELTHDELSHL
LAFLYTGSLATCTEERHLHALLVAGDKYDVPFLRRACEARLAAGVEAGNVLRTLEVAELSSSAALKERAMGAVVEHAEEV
VFSPEYEEFAVRNAALCVQITRALLANKAFPAKTP*                                            



>Osat_LOC_Os12g04410                                                            
MSSEDSLKSLSLDYLNLLINGQAFSDVAFSVEGRLVHAHRCVLAARSLFFRKLFCGLDPNHQPPPPPPPPLNWPTAGGGG
GGSGGGGRGGAGGGGGAPATPELVIPVSSIRYEVLVLVLQFLYSGQASVAAPKSGPLPGCGARGCWHTRCGAAVDLALDT
LAAARSFGVEQLALLVQKQLESMVKEASVDDVMKVLMASRKFEMQELWATCSHLVARSGLSADLLAKHLPIDVVAKIEEI
RAKSPLAAAAAPRSPFLTHHYLPMNPASSAADRDNKIRRMRRALDAADIELVKLMVMGEGLDLDDALAVHYAVQHCNRDV
VKALLELGAADVNSRAGPTGKTALHLAAEMVSPDMVSVLLDHHADPNSRTLDGVTPLDVLRSLTSEFLFKGAVPGLTHIE
PNKLRLCLELVQSAVMVTTRDDGAPVTGGEAGGSDGGNFPRSDADDSLVSLTMNSTLMYQGQEMAAAVAAGEGRKSNNGR
GSPPPAMYFPNGFA*                                                                 
>Osat_LOC_Os12g39380                                                            
MKYMKLGSKPDVFQTEGNNIRFVATELATDIVIIVGEVKFYLHKFPLLSKSSRLQTLVASTNEESNDEIDISDIPGGPAA
FEICAKFCYGMIVTLNAYNVLAARCAAEYLEMFETIDKGNLIYKIDVFLSSSIFRTWKDSIIVLQTTKSLLPWSENLKVI
NHCVDSIATKASIDPSEVEWSYTYNRRKLPSENGLDSHWNGVRKQQMVPRDWWVEDLCDLEMCLYKKVIMAIKAKGRISS
EVIGEALRAYAHRRLFSSLESAVSNGLDCTRHSAALETIISLLPSEEGSVPCSFLLKLLRASCLLGSDEACRDNLTKRIG
AKLDEASVSDLLIPANSDEAAMYNVDMISAMLEEFMAQHREDDDGAKLQEDDDQEAMDGDDDNLNGVSRSSKLAIAKLVD
GYLAEIAKDPNLPLSKFIALTEMVPLATRPVHDGLYRAIDMYLKEHPGLTKGEKKRLCGLMDCKKLSPEASMHAVQNERL
PLRVVVQVLFFEQVRAASSASAAAAADMPPAARSLLPREQDGNSYGSSRSTATEDDQWAPPPTTTSVDVTSFRSMSLANN
KNGGVSGGGGDQAACKKPPPSSASAKGSGGGGLMPKKILSKLWSGKASSGENSSSDTSESPGEETRSTPSRNTRHSVS* 
>Osat_LOC_Os12g41910                                                            
MGSMKLSSKPDAFTRRGQAWYCTTGLPSDVLVEVGEMSFHLHKFPLLSKSAILGRLIEENSDSDECVIILSDIPGGAKSF
ELVARFCYGLKIELSSENVVYLRCAAEHLEMTEETSGDNLINQTESFFNQVVLRSWKDSLEALRTCDGLLPHAEDLHIVK
RCIESLAGKASIDPDLFGWPVSEHSTMQSPGGSVLWNGISTGAKVRNCSSDWWYDDASSLSFPTYKRLISSMESRGIKQE
IIAGSLTYYAKKFLPGLNRRQSTGPMPLPAATLSDEEQRRLLEEIDRMLPLQRGLISTNVLLWLLRTAMILKVDRACISN
LEKRVGMQLDEATLEDLLLPNFSYTMDTLYNVECVHRILDHFLAMDQTMGGGGASPCLDDVMASPSLAPITAVAKLIDGY
LAEIAPDINLKPLKFQSLAAVLPEYARPLDDGLYRAIDVYLKSHPTLPEAEREQLCRLIDCQKLSLEACTHAAQNERLPL
RVVVQVLFFEQLQLRTSVAGCLLVSDNLEASSRTLRGGGAVAASGEAGCWATAAVRENQALRVGMDSMRLRLMELERECS
DMRQDIRKLGRGRRRLRGGGGIVAGGKDGGGWAARVQRMLTPRMMKLQMCSAQHDAAEQQRMNNEHKKVEKVAKNKKQLS
MDDGDDEEEA*                                                                     
>Smol_XP_002993488                                                              
ERREVDKGVLTVHDMNPDIFAPFLDFLYTAQVSNKVLEKNASDLLAAAHMYSIPSLKSICEGFICQQMSRDNAVAMVELA
CKYDAVSIREAAYDAVTMTYRDILACPNFKKLLEREPRIAADMLKEILLRTTA                           
>Smol_XP_002990974                                                              
MFLPKLADPPINPNFKPVDYVSTLAEIHKELGVATSNQEKSRLYLEQSFVFRGLGELKLLRRSLRLARQHATTNHHKLVI
AAWLKFERRGEELDENPGESASHRAAATSTRLADHIPCLALDYCDEDEQQQQQQQHERWHFSDVVFHVEGDRIYCNRQKM
AALSLPFDAMLNGCFTESRRTNIEFSRNGISAMGMRAVDKFARTGTIGRPSPTVVIEVMTFANKFFCDKLKEACDQRLAT
CVHTLQDAITFLDCALDENAQSLVGACLQVFLRELPKSLYIAPVSKLFSTQDGRKRLSAVGHSSFSLYCLLGQAAMDDDF
SSDMTVKLLHFAKDCAVSSRQRALALHQLGCSMLARKQYKEAHEFFEAAADEGHIYSLAGVARVKYMRGHRMAAYSEAAS
IIACYKNSGWMFEEKSLYCLGHDKLSDLNTATELDPTLTYPYKYRAAVLMDEKKVHEAITEISRVLRFCITKDCLELRVY
FSLALLDYEAAVRDLRALLTFDPGYRMYSGRVCASQLLDLLKQHVVQWTKADCWMKLYDHWSSVDDISSLAVVHQMLETE
AESSKGLLFFRQSLLLLRLSCPKAALRSLRLAREHADNNQEKLVYEGWLLYDTGHRQEALRKAEESISLQRSFEAFFLKA
YALADTSLDPTASTKVIGLLEEALKCPSDGLRKGQALNNLGSVYVDCGKLEQALDCYVNALKIRHTRAHQGLARVYFLQG
DRKSAFDEMTKLIEKSMNNASAYEKRAEYCDRDLVMADLSMVTQIDPLRTYPYRYRAAVAMDSQRDREAIAELSKAIAFK
ADLQLLHLRAAFHECSGEISDALRDCRAALSIDPTHSDTLELYGRVQHLS                              
>Smol_XP_002988207                                                              
MKLGSKVDGFERQGQAWFVATELQSDLVVQVDDLKFHLHKFPLLSRSGRLNRLVFESRDTEKDHIDLTGIPGGPDSFELA
AKFCYGMAIDLTAANVAGLRCAAEYLEMTEDLEEGNLISKTEAFLSFMVLGSWKDSLTVLKCCEKLSPWSENLQLVRRCS
ESIAWKACTDTRGINWSTIGKESSSRKSDSPESNEMRSSEDSKSVPADWWFEDLLTLSVDHFLKVIAAIKVKGMRSDLLG
AVVTSYVLKWVPGLSRDTGYFNAENNIHMTASTGQDDFTVLQNKTQKLLENIVGILPLQQDTVSCSFLLRLLRIANMHGT
STACRAELEKRVGMQLENASLADLLVPSFLHTCETLYDVDLMQRLLQYFLLQEQVTQASPSTLEQQLGFDGAMRSAKVKV
AKLLDGYLSEVARDQNLSLAKFQALVEAFPDSVRTSDDGLYKAIDTYLKVHPGLTELERKRLCRGMDCQRLSSDACLHAS
QNERLPLRVVVQVLFSEQVKLKNALSPVFGKDMDGWDNPQQGDGFHPLVSDSWAQELKAVKADLEQVKEKLAEFQSEYSL
VRQQLQKLLGPKEKNQHSSSSSSWSMGWKKLRRASNLFHRDGMDDPEQRPSYVVQKDAIDNVAKPRLRRNSLS       
>Smol_XP_002987220                                                              
KSPVFKAMFSAQMKEAQSGVVRIDDFSHDVLEAFVRFFYTATVCPEVLKKHAASLFCAAEKYGVKLLKAVCEEFLVSNVS
RDNAINLLDLARKYDSETVKDAVLRTASMDMQVLPTFGDYSMYAEKDPKLLVELYEGLVKRMSRKRSRIVAGSSTLTLVS
NF                                                                              
>Smol_XP_002986952                                                              
MNLEEPLKQLSSDLLNLLANGQAFSDVTFTVEGRPVYAHKCVLAARSQFFRMIFCSSEASQDIPGRPPIPVGIVGYDVFM
LMLQFLYSGQLSLVPPHPTGCKEGACWHVYCRSAVDFALEALHAAQVFSIEQLSILVQRELAGIAEKASIEDVMRILAAA
RKQDLLHLWSVCSKLVAKSGLSSEVLRKHLPGEVVAEVEAIRQKCGYGFEAHSSDALDDQRTRRMQKALDSSDVELVRLM
VMGEGLDLDKTLAIHYAVANCSRKVVKNLLELGAANVNMPGPDGRTPLHIAGELADPEMIAVLLDHHADPHSTTPTGATA
LNILQNLASEALAVGALTGVTADHNKLRLCLDLLESAAAVPASCSRDEDDSSSSMLTEQQQQRERRLPMMIGQPVTTPSS
TQQSDPPAILMHQNYYPVITAKGTCQNSQQTSHQP                                             



>Smol_XP_002986835                                                              
MDCCVCSSVVVGTIAYRPPRNTICAGCLEGAQSILSVSSRIEQNWKLGEDDRQLSSKIMLLHASKRIEHLELMEREASRK
LRFLESLAVGFREGIHTDVELVANDGHSIRAHRIVLATKSSFFKVLFEVDACKSEHSGAVMVPELLNHSQLENFIEFLYS
ARISDDDLSKNSASLLVAADKYDIPALARTCEEYLTSSVTSSNVLEMLELATLCSAEALKESAVKTVIDDYQTILFSKEY
EEFALRSSMVALEISRAVISHLSSLREEIDKL                                                
>Smol_XP_002985255                                                              
MARAPAVALQQEGVVSSTPSRSRSVTETKNGSHHFTINGYSLAKGMGVGKYIASNTFTVGGYQWAIYFYPDGKNAEDNSL
YVSVFIALASDGTDVRALFELTLVDQSGKGKHKVHSHFDRSLEGGPYTLKYRGSMWGYKRFFRREALEMSDYLNNDSLDI
TCTVGVVMSWTQVTKIYSIQPPEQDIGKHFGALFESGEGADLTFDADGETFKAHKLVLAARSPVFKAQLMGPLRERTSDV
LRVEDILAPVFKAMLQFMYTDALPDTAELSGVSSSSSPTLLYQHLLAAADRYGLDRLRLLCEAKLCETVSVDTVATTLAL
AELHHASQLKGVCLKYAADNLSAVMQSEGYDYLRESCPVLLFDLLKTVAGVGKDLFVGSGGKGGYIWGQLSDGGDVNGRR
VRQKT                                                                           
>Smol_XP_002983725                                                              
MAVTSSKRVGRNSFSMRRTNDWVMSTDVPTDITVDICGTSFALHKFPLVSRSGRLRKLVAEARDSDLSRVEFNDIPGGPE
GFEMAAKFCYGINFEITASNVAILRCVAEYLEMTDDFGQANLASRSEAFIEDVVTHSFGSSITVLHSCEKLLPMAEQLNI
VNRCVQAAGAKASHEALSLAARPEYRNAKTPPQLDWWAEDLSILSLDFYQRVLAVMRSHGMPQENLWGSLMHYAQQALKG
FNSTSSKSPGRSVTGLEHEQRMLVETIVGLLPPDKRSASCGFLFGLLRTSIILDTTVACRLELERRISLQLDEATLDDLL
IPSFSFAADTLFDTDLVHRLLSSFLQHHLQDESKASQSSLAKVAKLMDSYLAEVAPDANLKVSKFIALAEVLPEHSRMVE
DGLYRAVDIFLKAHPLLVEADRKRICKLMDPQRLSQEACSHAAQNERLPAHFIIQVLYFEQLRIKTALANYAIEMPKGDH
GPTPIAAALRSSTAAANAAAAAAADANPQSALRRENKELKIELTRMKIRLSDLEKEQSPGVSRASEEKRLSSPTSSAASS
PGSGRFFYTVSRRLGKLNPFGKSSLKPPATPELQKPRRRRHSIS                                    
>Smol_XP_002983257                                                              
MDTDTCSGGTSPSFAFAFNDSNFSDRVLHIEIVAGASGEAKSSGEPCSTVGAWARQKKRRRGADAKDKGTLFSCLFFCLS
FEEQIMTGTQPEPDDAEEEGDVMIEESPTSMAGNQDQMQSTSSWNSESSTVLRVKTIHISSAILAAKSRFFYKLFSNGMR
ESEQKAVTLRITDSEEVPVMDMLQFMYTGGLQANTAPALLDVLVAADKFEVATCMRHCSRLLRELQMTPESALVYLDLPS
SVLLPDAVQSLTDAAKAFLADRYKDIGRFHEDVMHLPLAGLEAVLSSDDLQVASEDAVYDFVLKWARAHYAKIEERREIF
RSKLVWLIRFPMMSSRKLRKVLVCNDIEHDLASKLVMEALSFKAEPPHRQKHIMVEEIVHKRFSERAYKYRPVKVVEFDA
PYQQCLVFLDLRKEECLTLWPQGRVYSQAFHLGGQCFFLSAHCSVDQQTAAHCFGLFLGMQEKGSVSFAVEYEFAARSKQ
EEWKFAPRVKGNYVFTGGKAVGYRNLFSCPWQELMKDDSDYFHQNVLHLRAELTIKPQGQGM                  
>Smol_XP_002983215                                                              
MTSDVPTDISVEVAGTSFALHKFPLVSRSGRIRKLVVETRDLDPSQIKLLEIPGGAEVFELVAKFCYGINFEITTANVAV
LRCAAHYLEMTDDYGEGNLVVRTETYLNEVVIQDFSVSLAVLHNCENLVPLAEELKIVSRCVDAVAAIATASLPSREQLS
SSMEYNGSSGWIDSQVQSCKTDHWWSEDLAILRIDFYQRTLAAMMSRGLLHESIGGALIIYAQRYLKGLNMKPEQRALVE
TLTSMLPCEKNSISCSFLFGLLRSAIILDASISCRIELEQRIGMQMDQAALDDLLIPSMSFTCDTLFDVDVVQRLVINFL
QHKEKEDSQAGGYESESTSPPSQSAAIKVAKLIDNYLAEIAPDTNLKLLKFYALAELVPDYARVVNDGLYRAIDIYLKAH
SNLSEGERKKICKLMDVQKLSQEACSHAAQNERLPVQVVVQVLYFEQVRLRAAMAASMMEGDNLGHFHHKLGSGALSAAI
SPRDHYASIRRENRELKLEVARMRMRLTELEKEHVCMKQEMEKTSSTAHNFLHSVSRRLSRLNPFGSRNQSHVAAPQTPD
SRVSSRRRRHSIS                                                                   
>Smol_XP_002982871                                                              
MGICKDIHILHVASSEKPAPTAASKPVHQKDSSQSMFLPKLADPPINPNFKPVDYVSTLAEIHKELGVATSNQEKSRLYL
EQSFVFRGLGELKLLRRSLRLARQHATTNHHKLVIAAWLKFERRGEELDENPGESASHRAAATSTRLADHIPCLALDYCD
EDEQQQQQQHERWHFSDVVFHVEGDRIYCNRQKMAALSLPFDAMLNGCFTESRRTNIEFSRNGISAMGMRAVDKFARTGT
IGRPSPTVVIEVMTFANKFFCDKLKEACDQRLATCVHTLQDAITFLDCALDENAQSLVGACLQVFLRELPKSLYSAPVSK
LFSTQDGRKRLSAVGHSSFSLYCLLGQAAMDDDFSSDMTVKLLHFAKDCAVSSKQRALALHQLGCSMLARKQYKEAHEFF
EAAADEGHIYSLAGVARVKYMRGHRMAAYSEAANIIACYKNSGWMFEERSLYCLGHDKLSDLNTATELDPTLTYPYKYRA
AVLMDEKKVHEAITEISRVLRFCITKDCLELRVYFSLALLDYDAAVRDLRALLTFDPGYRMYSGRVCASQLLDLLKQHVV
QWTKADCWMKLYDHWSSVDDISSLAVVHQMLETEAESSKGLLFFRQSLLLLRLSCPKAALRSLRLAREHADNNQEKLVYE
GWLLYDTGHRQEALRKAEESISLQRSFEAFFLKAYALADTSLDPTASTKVIGLLEEALKCPSDGLRKGQALNNLGSVYVD
CGKLEQALDCYVNALKIRHTRAHQGLARVYFLQGDRKSAFDEMTKLIEKSMNNASAYEKRAEYCDRDLVMADLSMVTQID
PLRTYPYRYRAAGPVAMDSQRDREAIAELSKAIAFKADLQLLHLRAAFHECSGEISDALRDCRAALSIDPTHSDTLELYG
RVQHLS                                                                          
>Smol_XP_002980693                                                              
MARDPEEGATAAANPSIAASSRSRSVTETVNGSHHFTINGYSLAKGMGVGKYISSNTFSVGNYQWAVYFYPDGKNTEDSS
LYVSVFIALASEGTDVRALFELTLLDQSGKDKHKVHSHFDRSLESGPYTLKYRGSMWGYKRFFRRAVLETSDYLKDDSLS
ITCTVGVVVSSMQALRQQSLPVPESDIGRHFGALLESGEGSDITFEVDGEVFHAHKMVLAARSPVFRAQLNGPLSDSNVK
LLQLEDIKAPVFEAMLYFIYRDALPDASEVLSSSSYSSTSLASTMMAQHLLAAADRYGLDRLRIVCEAKLCEDVSIDTVA
TTLALAEQHHATQLKRVCLKFAASNLAAVIQSDGFDYLKESCPSLQSELLRTVAGVEGGDDDELRPGSKRRSVWTHLADG
TDGTGRRVRVKQP                                                                   
>Smol_XP_002978524                                                              
FVATELQSDLVVEVDDLKFHLHKFPLLSRSGRLNRLVFESRDTETDEIKLVGVPGGPEAFELAARFCYGMPIDLNASNVA
ALRCAAEYLEMVEELEEGNLIAKTEAFLALVVLASWKDTLTVLLSCEKLHPWAEDLQIVRRCSESIAWKACTDPKGLNNW
PTITGGKKNVVCPSSYIAKDGRNLALKQVPQDWWFEDVSMLCIDHFTKVLTAIKAKGMKSELVGAVIMCYALKWIPTLSN



TCHESSKTGRAVATSSPAIVTKEDFTWLQARSKLVVESMVGLLPGQKNSVSCGFLLQMLRIASMLNASGPCKVELEKRIA
IQLEQATLGDLLIPSAPHVSDTRYDVGLVQRLVEYFLAHEEETSPDRSPDAETPSSIDKAKLSFDNKSSSISVLNEHSSG
SKMKVAKLLDSYLAEVAHDPQLPLTKFQALADALPVYSRACHDGLYRAIDMYLKAHPTATEQDRKRLCRIMDCQRLSSEA
RLHASQNERLPLRTVVQVLFSEHLKLKNIYGYGSFGGGGTQVTPPYSEATWETASQDIRSLKKDIEKIKEQFLELRTGYN
HIKQDLQKLLKPSKRSSASSSSWGCGLKRLGSTLASPRFFHYSSRDDGPSTPDIFKSRRWR                   
>Smol_XP_002977926                                                              
MNLEEPLKQLSSDLLNLLANGQAFSDVTFTVEGRPVYAHKCVLAARSQFFRMIFCSSEASQDIPGRPPIPVGIVGYDVFM
LMLQFLYSGQLSLVPPHPTGCKEGACWHVYCRSAVDFALEALHAAQVFSIEQLSILVQRELAGIAEKASIEDVMRILAAA
RKQDLLHLWSVCSKLVAKSGLSSEVLRKHLPGEVVAEVEAIRQKCGYGFEAHSSDALDDQRTRRMQKALDSSDVELVRLM
VMGEGLDLDKTLAIHYAVANCSRKVVKNLLELGAANVNMPGPDGRTPLHIAGELADPEMIAVLLDHHADPHSTTPTGATA
LNILQNLASEALAVGALTGVTADHNKLRLCLDLLESAAAVPASCSRDEDDSSSSMLTEQQQQRERRLPMMIGQPVSTPSS
TQQSDPPTILMHQNYYPVISAKGTCQNSQQTSHQP                                             
>Smol_XP_002976378                                                              
KSPVFKAMFSAQMKEAQSGVVRIDDFSHDVLEAFVRFFYTATVCPEVLKKHAASLFCAAEKYGVKLLKAVCEEFLVSNVS
RDNAINLLDLARKYDSETVKDAVLRTASMDMQVLPTFGDYSMYVEKDPKLLVELYEGLVKR                   
>Smol_XP_002973958                                                              
VATELQSDIVVEVKDVRFHLHKFPLLSRSGLLNRLVFESRDTQKNRIRLDEVPGGPEAFELAAKFCYGMPVDMDASNVAA
LWCAAVHLEMTEDLEDGNLVSKAEAFFNTVVLGSWKDSVTVLLSCGKIHAWAERLMIVQRCTESIAWKACTDPRGVRSSH
GSRMGSRAQSPSRRSMDLSSSNKQELMKEWWFDDLLKLPVDYFKKVMAAVRVKGMKLELIAGAVALYALSWLPRRSEIEY
DQHSFRGKGRLLLEQVLSMLPRGKDLVPSRFLMHLIRMAHLLEADLPCKIDLEQRAGTQLDSAALSDLLVPALDASSCCG
LKVDVDLVQRLVEHFVRQDEIVTSNYGSGNSVVLDHRVRVATLVDNYLAEISQDRNLSVARFKALAEALPDSYRASHDYL
YTAINIFLKVHPELKDEERKDLCQLLDCKRLSLHSSMHAAQNERLPLRTVMQILFFEHLKLKNS                
>Smol_XP_002971221                                                              
MARTSVVLQDDSGQVVGSPTSTATPSRSRCITETVNGSHHFTIHGYSLAKGMGVGKYIASDTFTVGGYQWAIYFYPDGKN
TEDNSLYVSVFIALASEGTDVRALFELTLLDQSGKNKHKIHSHFDRSLESGPYTLKYRGSMWGYKRFFRRAVLETSDFLK
DDSLSITCTVGVVVSSMQALKQHSLLVPESDIGQHFLSLLESGEGTDVNFNVKGEAFSAHKLLLAARSPVFKAQLFGPMK
DENGDVIEIDDMEPPVFKAMLHFIYKDSLPDTNEMTGSSSQSTATMMAQHLLAAADRFCLDRLRLLCESRLCEQITVDTV
ATTLALADQHHASQLKNVCLKFAASNLAVVMQSDGFEYLRESCPSLQSELLKTVAGVEEEAKAGTKNRTVWTHVADGGDG
LGRRVRQKI                                                                       
>Smol_XP_002971080                                                              
MASVDPSESKAVVVGLERKGLKRKLAETSLAQEPQDGPGTRLLSDAEVLLETLNTSTTWRENDRFAARQAAHALAELAKH
EDHVDLIVDKGVVQALVPFLSAPVLEEGEGPIAYEHEVEKDAAFALGLLAVRPEHQRLIADAGALPSLVSLLKRRVTGQN
ARVVNGLVRRAADAITNLAHENGSIKTRVRAEGGIPPLVELLESNDPKVQRAVAGALRTLAFKNEANKNQIVEYNALPTL
IFMLRSEDVGIHYEAVGVIGNLVHSSSNIKKEVLAAGALQPVIGLLSSSRCQESQREAALLLGQFATADPDCKVHIVQRG
AVRPLIRMLEAADPQLREMAGFALGRLAQNTHNQAGIVHDGGLRPLLDLLDSKNGSLQHNAAFALYGLADNEDNVSDIVK
EGGVQSLQDGELIVQASKECVAKTLKRLEEKLHGRVLKHLLYLMRQPDKLVQKRVALTLAHLCTPEDQRLIFHENNGMNI
LLEMLGSFSSPKQQRDGALALTTLAKKATGLSPVDSAPAPETPQVYLGGKYVNNSTLSDVTFLVEGRRFYAHRIALLASS
DAFRAMFDGGYKEKEAKDIEIPNISWKVFEMMMRFIYEGQAEIGSDIAQDLLRAADQYLLENLKQKCEESIAQDLTVENV
ANVFELGEAFHAVSLRHTCVLFILEQHSQLCTLPGYQNLIRRITPEILEYMHRILRPRPTTS                  
>Smol_XP_002970915                                                              
MADERLEPVPRLLEGDQALPIADPQELPPKLESLESVDLSGSLGKESLLSAGAAASSPRSSASAASPRLDQVKPSVEVVG
LSDDAGHDLRLDQATFFRCVEDGNVTALEGLLKNRKLDVNAYNDDGMTALHLAVYKYEQSRNLEMVDLLIKHGASVCAKA
AGTPATHRISIIRHDVKHTGVLETRKVDFHQKPPLLVVLELKSSLYLKGWEYRHWDSMLKLLAEATIRHYVANNVKEPTV
HENAIPEIIQKNWKSVFHSGKHETIELWAEGRHIEALKLLLSGASKILKLNIESNSSRIDMKDASFNIVKAMVEFLYTGH
LDASLIEQRGIDLFVAAHKYGVDVLKLRSEAAIVATPDNWIKLLSVATECNSDVLAWKCATSIKNLMDTRQDRGHTLRHS
FSESHEAPQQLFQPSA                                                                
>Smol_XP_002970451                                                              
MKKLRFLLVTTASRGKAKRGNFFCSSSLIPFRASELFSFVVFFPSPRAHKCRFRFVATELQSDLVVEVDDLKFHLHKFPL
LSRSGRLNRLVFESRDTETDEIKLVGVPGGPEAFELAARFCYGMPIDLNASNVAALRCAAEYLEMVEELEEGNLIAKTEA
FLALVVLASWKDTLTVLLSCEKLHPWAEDLQIVRRCSESIAWKACTDPKGLNNWPTITGGKKNFVSPSSYIAKDGRNLAL
KQVPQDWWFEDVCMLCIDHFTKVLTAIKAKGMKSELVGAVIMCYALKWIPTLSNGCHESSKTGRAVATSSPAIVTKEDFT
WLQARSKLVVESMVGLLPGQKNSVSCGFLLQMLRIASMLNASGPCKVELEKRIAIQLEQATLGDLLIPSAPHVSDTRYDV
GLVQRLVEYFLAHEEETSPDRSPDAETPSSHSSGSKMKVAKLLDSYLAEVAHDPQLPLTKFQALADALPVYSRACHDGLY
RAIDMYLKAHPTATEQDRKRLCRIMDCQRLSSEARLHASQNERLPLRTVVQVLFSEHLKLKNIYGYGSFGGGGTQVTPPY
SEATWETASQDIRSLKKDIEKIKEQFLELRTGYNHIKQDLQKLLKPSKRSSASSSSWGCGLKRLGSTLASPRFFHYSSRD
DGPSTPDIFKSRRWR                                                                 
>Smol_XP_002969653                                                              
MADERLEPVPRLLEGDQALPIADPQELPPKLESLESVDLSGSLGKESLLSAGAAASSPRLSASAASPRLDQVKPSVEVVG
LSDDAGHDLRLDQATFFRCVEDGNVTALEGLLKNRKLDVNAYNDDGMTALHLAVYKYEQSRNLEMVDLLIKHGASVCAKA
AGTPATHRISIIRHDVKHTGWEYRHWDSMLKLLAEATIRHYVANNVKEPTVHENAIPEIIQKNWKSVFHSGKHETIELWA
EGRHIEALKLLLSGASKILKLNIESNSSRIDMKDASFNIVKAMVEFLYTGHLDASLIEQRGIDLFVAAHKYGVDVLKLRS
EAAIVATPDNWIKLLSVATECNSDVLAWKCATSIKNLMDTRQDRGHTLRHSFSESHEAPQQLFQPSA             



>Smol_XP_002969487                                                              
MSLEDSEPLKQLAEDFSNLLDNGQAFSDVAFAIDGRHVYAHKCVLAARSRFFRMVLTSNGPTQAPLVMPVSAVGHDAFML
TLRFLYSGQLCLLPSNSQPDRGCKESSCWHSQCRAAVDFALEALHAAQMFGIDELSVLVQKELAAMAEKASIEDAMRILV
TAREQDLLQLWSVCSKLIAKSGLSTEALEKHVPVEIAAEIEAIRHKCGYYNASRADCSDSLDEQRTRRMQKALDSSDVEL
VKLLVMEEGLSLDKTFALHYAVAHCSRKVVSILLQLGAADVNAVDVEGRTPLHIAGELADPEMIAVLLDHHASPHVRSPA
GTTALDMVQSHVFQALTLASEGGAPADHSKLKLCLELLQTAEPVSSQERIVQDEGNCLLMAPGRNNDFYPAPKGTQ    
>Smol_XP_002969279                                                              
MDCCVCSSVVVGTIAYRPPRNTICAGCLEGAQSILSVSSRIEQNWKLGEDDRQLSSKIMLLHASKRIEHLELMEREASRK
LRFLESLAVGFREGIHTDVELVANDGHSIRAHRIVLATKSSFFKVLFEVDACKSEHSGAVMVPELLNHSQLENFIEFLYS
ARISDDDLSKNSASLLVAADKYDIPALARTCEEYLTSSVTSSNALEMLELATLCSAEALKESAVKTVIDDYQTILFSKEY
EEFALRSSMVALEISRAVISHLSSLRKEIDKL                                                
>Smol_XP_002969106                                                              
MSTIKLGANANLSEAKGRSWFVALRFSFVDGLDFSGFRCVATELQSDIVVEVKDVRFHLHKFPLLSRSGLLNRLVFESRD
TQKNRIRLDEVPGGPEAFELAAKFCYGMPVDMDASNVAALWCAAVHLEMTEDLEDGNLVSKAEAFFNTVVLGSWKDSVTV
LLSCGKIHAWAERLMIVQRCTESIAWKACTDPRGVRSSHGSRMGSRAQSPSRRSMDLSSSNKQELMKEWWFDDLLKLPVD
YFKKVMAAIRVKGMKLELIAGAVALYALSWLPRRSEIEYDQHSFRGKGRLLLEQVLSMLPRGKDLVPSRFLMHLIRMAHL
LEADLPCKIDLEQRAGTQLDSAALSDLLVPALDASSCCGLKVDVDLVQRLVEHFVRQDEIVTSNYGSGNSVVLDHRVRVA
TLVDNYLAEISQDRNLSVARFKALAEALPDSYRASHDYLYTAINIFLKVHPELKDEERKDLCQLLDCKRLSLHSSMHAAQ
NERLPLRTVMQILFFEHLKLKNSSQANQKLPMEVPKIEGGGTAALQQEIRTIRCELEQMKADFSEFQNHFRSLKLEKQNS
DVRSKLKKLGVRIY                                                                  
>Smol_XP_002964957                                                              
MVAAAEDDLDKQHADEGYDELDSYIRRKKKVPCGDVYEAARAGDIDRLKILLESGINVNARDEWDSVALYYACLAGHEDA
ARILLEGGAICSEHTFDGDRCHYAALNLRVRRLLKLFEARPPPLAPLPDSLRALFFRSGQNHRFLDPTLGDTGNFDADEL
GDPVGPDIVFYAQGQPIAAHRAILSARCRFFQRKFEKEWKSRSEIRFSRNRLSFHALFRLISFFYCDVLDVAVDDMEDLL
RICKVCGCSGLQRVLEKELVHQKFADYKSLNTDDDSLKRFIMQGSSLPDEERLTWAMDRLFSLLKHKSFGEEKVDGGQDF
ADICFLVEDTSFRCHRAIAEELLDVASRYLLFPLRRAVADAVYPHLENASPAELCKWLLVADMYGVTRIREFCLDTIAVN
FESFAATSEFKALLQRLPPPSGDTSTRTTIPNAPGGVKDDSQGNLLDDLRERWLEAEGAELDQRDESARDFDKVLELLRS
TAENDDTESLELV                                                                   
>Smol_XP_002963496                                                              
MKLGSKVDGFERQGQAWFVATELQSDLVVQVDDLKFHLHKFPLLSRSGRLNRLVFESRDTEKDHIDLTGIPGGPDSFELA
AKFCYGMAIDLTAANVAGLRCAAEYLEMTEDLEEGNLISKTEAFLSFMVLGSWKDSLTVLKCCEKLSPWSENLQLVRRCS
ESIAWKACTDTRGINWSTIGKESSSRKSDSPESNEMRSSEDSKSVPADWWFEDLLTLSVDHFLKVIAAIKVKGMRSDLLG
AVVTSYVLKWVPGLSRDTGYFNAENNIHMTASTGQDDFTVLQNKTQKLLENIVGILPLQQDTVSCSFLLRLLRIANMHGT
STACRAELEKRVGMQLENASLADLLVPSFLHTCETLYDVDLMQRLLQYFLLQEQVTQASPSTLEQQLGFDGAMRSAKVKV
AKLLDGYLSEVARDQNLPLAKFQALVEAFPDSVRTSDDGLYKAIDTYLKVHPGLTELERKRLCRGMDCQRLSSDACLHAS
QNERLPLRVVVQVLFSEQVKLKNALSPVFGKDMDGWDNPQQGDGFHPLVSDSWAQELKAVKADLEQVKEKLAEFQSEYSL
VRQQLQKLLGPKEKNQHSSSSSSWSMGWKKLRRASNLFHKDGMDDPEQRPSYVVQKDAIDNVAKPRLRRNSLS       
>Smol_XP_002963329                                                              
MDLADGLGGEVIPCAADEEVSVCYQCGQLCENNFTYCHSCFEQRSQSDFRNEQRWRNTESSLQSAELVLQRERANIRRLE
ATVSAFRAMLLQAIHPDVTIETGDGDTTPAHRAVLASRSPVFNAMFEHELKEKTCAVIRVADVPTPAMRALLLYLYTGEH
DTKVMKDHGMALLAAAHKYDIPDLKKICETAVSVHASNALEVLQNARLYDANHLKRVCIECIARNIKQLAFADEFRQLVF
KNEDPEAVLDIIQTLAHSC                                                             
>Smol_XP_002962973                                                              
MQSQPSQIHLTFSLNVEILSRLAQWRIDSLTPNLCWKSNNFKMGVWTWRLQIKKCGPLHVWLFKEHSDHPSDQVPTVAFV
LRVLHGPGLRQVVQSQAVNDKTFLTNEYHAWSVETAIHGKFVVEAEFIDMKCGSQAGDPFYFTLGKSIQPAAHQAALSCL
SYMLDSGVHTDVTITTPSGSIGAHLAILATRSRVFQVMFSHDLRERKTFTIEMEDMSLESLKALLAYLYGSINRPAFHKH
RMALLAASDKYDIEDLKQACEESLMEDINSDNVLERLHNAWMFHLPNLKKDCMRYLFEFGKIHDIRANFDQFLHSTDKEL
LIEMFQEGLNAVHF                                                                  
>Smol_XP_002962812                                                              
MKLVENNVLVVPPFDCAWLFEEELRFPEAGRGCVAFEARAENDVTVIFKELAGCKHYRTDSDPNYTVIIGSNLNKRLKIA
ANGRTVVDVAGPVVSPLVFERYWISVDEGSIVVGKGELGQNVVYQWVDPEPNCKVQFVGLSSWDKHVGYRNISVAALPPC
LYRTTSAIDAQWSTGLANFLESGDLSDFEFVLFPENRRVCAHRAVLVTGSSSKECPFLTTTELELHGVDYLVLHAALRYV
YTGKAEIGKEHLVQLRGLAELIGFQNLAAQCKQHIREVSYDSSGDLVLLTMHCYDTNSPVHVNPVAFTRMLSTGDLSDLE
VYLEDYDRCLQLHRLVLSVWSAPFAKMFTIGMKESNRTRVTIKDVHLDAFMTTIRFMYTGRLDLEGKDNAGSLLLPLLIM
ADRYGVRVLHQECLDHLLACVNEDSSCAILQVASSMARCETLRQACEESCAKHFDYCVAASATEFTELDGQSVMRILQHP
DLLVTSEEKVLDAVFMWGSKMEGVQCWEEADTKYKAGLQVICPDREEDLKVLLPLIRFPLMSMELLQQLDSSALCENLPL
LRQMVGEACDYLKQESFVSDDEKDLIRSSNQGRFISLPKNGLWFTRRLSSFKELNYLCDGDGNGVLYYAGTSYGAHEWMN
PMVTKQITLSASSPHSRYTDPKVLASRNYQATSFAGPCIERGETVSWWRVDLGPDHKLMCNYYSVRQDGSTNFARNWTFQ
GSGDGETWTDLRKHEKDHSIYRPAQYASWPVHGSKSLIPFRFFRVLLQQPIAAVAAPWNLSICYLELYGYLH        
>Smol_XP_002962007                                                              
MASVDPSESKAVVVGLERKGLKRKLAETSLAQEPQDGPGTRLLSDAEVLLETLNTSTTWRENDRFAARQAAHALAELAKH
EDHVDLIVDKGVVQALVPFLSAPVLEEGEGPIAYEHEVEKDAAFALGLLAVRPEHQRLIADAGALPSLVSLLKRRVTGQN



ARVVNGLVRRAADAITNLAHENGSIKTRVRAEGGIPPLVELLESNDPKVQRAVAGALRTLAFKNEANKNQIVEYNALPTL
IFMLRSEDVGIHYEAVGVIGNLVHSSSNIKKEVLAAGALQPVIGLLSSRCQESQREAALLLGQFATADPDCKVHIVQRGA
VRPLIRMLEAADPQLREMAGFALGRLAQNTHNQAGIVHDGGLRPLLDLLDSKNGSLQHNAAFALYGLADNEDNVSDIVKE
GGVQSLQDGELIVQASKECVAKTLKRLEEKLHGRVLKHLLYLMRQPDKLVQKRVALTLAHLCTPEDQRLIFHENNGMNIL
LEMLGSFSSPKQQRDGALALTTLAKKATGLSPVDSAPAPETPQVYLGGKYVNNSTLSDVTFLVEGRRFYAHRIALLASSD
AFRAMFDGGYKEKEAKDIEIPNISWKVFEMMMRFIYEGQAEIGSDIAQDLLRAADQYLLENLKQKCEESIAQDLTVENVA
NVFELGEAFHAVSLRHTCVLFILEQHSQLCTLPGYQNLIRRITPEILEYMHRILRPRPTTS                   
>Smol_XP_002961253                                                              
MSLEDSEPLKQLAEDFSNLLDNGQAFSDVAFAIDGRHVYAHKCVLAARSRFFRMVLTSNGPTQAPLVMPVSAVGHDAFML
TLRFLYSGQLCLLPSNSQPDRGCKESSCWHSQCRAAVDFALEALHAAQMFGIDELSVLVQKELAAMAEKASIEDAMRILV
TARKQDLLQLWSVCSKLIAKSGLSTEALEKHVPVEIAAEIEAIRHKCGYYNASRADCSDSLDEQRTRRMQKALDSSDVEL
VKLLVMEEGLSLDKTFALHYAVAHCSRKVVSILLQLGAADVNAVDVEGRTPLHIAGELADPEMIAVLLDHHASPHVRSPA
GTTALDMVQSHVFQALTLASEGGAPADHSKLKLCLELLQTAEPVSSQERIVQDEGNCLLMAPERNNDFYPAPKGTQ    
>Smol_XP_002993946                                                              
MQSQPSQIHLTFSLNVEILSRLAQWRIDSLTPNLCWKSNNFKMGVWTWRLQIKKCGPLHVWLFKEHSDHPSEQVPTVAFV
LRVLHGPGLRQVVQSQAVNDKTFLTNEYHAWSVETAIHGKFVVEVEFIDMKCGSQAGDPFYFTLGKSIQPAAHQAALSCL
SYMLDSGVHTDVTITTPSGSIGAHLAILATRSRVFQVMFSHDLRERKTFTIEMEDMSLESLKALLAYLYGSINRPAFHKH
RMALLAASDKYDIEDLKQACEESLMEDINSDNVLERLHNAWMFHLPNLKKDCMRYLFEFGKIHDIRANFDQFLHSTDKEL
LIEMFQEGLNAVHF                                                                  
>Smol_XP_002992598                                                              
MQSPSIAASSCTSAGGGACGGVLAATPNDGSGSGGLEEDQLQAWVGLNKLGQDLEGLVTSAEDCHFYSDAEIIVAEGVTV
PVHRCILAARSPFLRRIFAEKQREQQRVDLAELAGGTGKIGRQALMIVLGYFYGGKFQRIEEECSGVTCMDSQCPHVACW
PVIEFLLELLFVGSLFQVSDLKSMAQDRLLRLLPKTPAENVLQIAAAAAAQQGCEALQEMCLPILARSNTPALAIEKSLL
AHAPALVRDIAQLRHRLGIHPVDAAEDKRWRRVYKALDSDDVELMGMLLSESNSSVDSVYALHYAASYCDRKTLTELLDL
GLGDVNLRDRYGYTVLHAATLRRVPEVVGLLLGKGASPLDTTPEGYTALQVSRRIARNIEPLESAEAREDWLRDRICVEI
LEQADRANPCPVFPVPMGERELLMRLLYLENRVAFARLLWPRECKVVLGLSQLDTTKEFSMEDTSSLMDLNKEPTRSDTD
INSSLLQRVNALQRAIEVGHRFFPRCTAILNSYMDDGSFEHECIQNRRIPEDQLRLLAKLKRVTDDKQLSEAYQRDVEEH
HNLEHHNFGDNACLYSN                                                               
>Smol_XP_002989054                                                              
MAVTSSKRVGRNSFSMRRTNDWVMSTDVPTDITVDICGTSFALHKFPLVSRSGRLRKLVAEARDSDLSRVEFNDIPGGPE
GFEMAAKFCYGINFEITASNVAILRCVAEYLEMTDDFGQANLASRSEAFIEDVVMHSFGSSITVLHSCEKLLPMAEQLNI
VNRCVQAAGAKASHEALSLAARPEYRNAKTPPQLDWWAEDLSILSLDFYQRVLAVMRSQGMPQENLWGSLMHYAQQALKG
FNSTSSKSPGRSVTGLEHEQRMLVETIVGLLPPDKRSASCGFLFGLLRTSIILDTTVACRLELERRISLQLDEATLDDLL
IPSFSFAADTLFDTDLVHRLLSSFLQHHLQDESKASQSSLAKVAKLMDSYLAEVAPDANLKVSKFIALAELLPEHSRMVE
DGLYRAVDIFLKAHPLLVEADRKRICKLMDPQRLSQEACSHAAQNERLPAHFIIQVLYFEQLRIKTALANYAIEMPKGDH
GPTPIAAALRSSTAAANAAAAAAAAAADANPQSALRRENKELKIELTRMKIRLSDLEKEQSPGVSRASEEKRLSSPTSSA
ASSPGSGRFFHTVSRRLGKLNPFGKSSLKPPATPELQKPRRRRHSIS                                 
>Smol_XP_002986018                                                              
MAVASSSSFEGMVVSVAKSRFCCDELKLAAASDLFRKIFTSVRHTGARNLFVELKNFPGGAPAFKKILKFVEDQFQADHL
DLHTSSFPTLCAAAKYLGMPLLASSCARFWSSQVVTTTSSIFEVLAIVTQDHGVALSAEERSEVISKCFSATLQALGRSS
LHEFFVNMVTILPVGGISVLLKFLERRVDFFSMQSKVWDKARYVVLASELIFVACPTGVKARDVLHRAGILARFVLGLFR
EGLDYAKDQRKHWLVPSFDDHHDLHESVALLNLLALCDFLLEQDSITADTSTSDRIKAQEKKLFALLAGSDAHSKASTIL
LSPGSAMLLAFNFGKHHEDKKQLAVEFIEHYLQQISLTQLSREETLEICKFISAHSLSHDNLFNHVWRVVTRSTTLSRKR
LQELMDTISSSKLSTEKLMEKLQERAHIRLCVEPDVDHGRGTADVKLLLSHGLEQPQGREHRAEAQGQDGDAQGGRVPTH
VQ                                                                              
>Smol_XP_002977615                                                              
DNWDKLFCEGLHTDVCIVTEDGGMTAAHSFVLAASSPVFLRLLQEQQPSGKHHRRSIHILGVPYDAARVFTRFVYSSRYE
EKEMEKYVLHLLALSHSYSIPLLKKKCTEALERGLLTTENVVDVLQLARLCDASRLNLLCLRLIVASFKTVVKSEGWRVM
RESDQTLEQELVGHVIEADARKQEKLRKSEEDKVYKQLHDAMEALVHICRDGCRTIGPHERPPDGINRQNSFSSSSSSSS
SCGFPACKGLESLVRHFAGCRTKVSGGCLHCKRMWELLELHSRMCGDAERCKVPLCRHFKDRIGQQTKKEESRWNLLVAK
VKAAKGASTA                                                                      
>Smol_XP_002977036                                                              
MVAAAEDDLDKQHADEGYDELDSYIRRKKKVPCGDVYEAARAGDIDRLKILLESGINVNARDEWDSVALYYACLAGHEDA
ARILLEGGAICSEHTFDGDRCHYAALNLRVRRLLKLFEARPPPLAPLPDSLRALFFRSGQNHRFLDPTLGDTGNFDADEL
GDPVGPDIVFYAQGQPIAAHRAILSARCRFFQRKFEKEWKSRSEIRFSRNRLSFHALFRLISFFYCDVLDVAVDDMEDLL
RICKVCGCSGLQRVLEKELVHQKFADYNFAATSEFKALLQRLPPPSGDTSTRTTIPNAPGGVKDDSQGNLLDDLRERWLE
AEGAELDQRDESARDFDKVLELLRSTAENDDTESLELV                                          
>Smol_XP_002975208                                                              
DNWDKLFCEGLHTDVCIVTEDGGMTAAHSFVLAASSPVFLRLLQEQQPSGKHHRRSIHILGVPYDAARVFTRFVYSSRYE
EKEMEKYVLHLLALSHSYSIPLLKKKCTEALERGLLTTENVVDVLQLARLCDASRLNLLCLRLIVASFKTVVKSEGWRVM
RESDQTLEQELVGHVIEADARKQEKLRKSEEDKVYKQLHDAMEALVHICRDGCRTIGPHERPPDGINRQSSFSSSSSSSS
SCGFPACKGLESLVRHFAGCRTKVSGGCLHCKRMWELLELHSRMCGDAERCKVPLCRHFKDRIGQQTKKEESRWNLLVAK



VKAAKGASTA                                                                      
>Smol_XP_002970328                                                              
MEVESPAHLSAACERLLSSGLYSDITFQTGDDSTPAHRCILASLSPVFSTMLSAGLQEQETATIAITDMTTPQLRAFLLF
LYTGRLEQQKVAESGLAVLAACHKYCLPGALMNACVAGLSRSITCENCLGLLELADLYGQETLAAKCRSFVTSHLSE   
>Smol_XP_002968092                                                              
MEVESPAHLSAACERLLSSGLYSDITFQTGDDSTPAHRCILASLSPVFSTMLSAGLQEQETATIAITDMTTPQLRAFLLF
LYTGRLEQQKVAESGLAVLAACHKYCLPGPLMNACVAGLCRSITCENCLGLLELADLYGQEALAAKCQSFVTSHLSE   
>Smol_XP_002968043                                                              
MQSPSIAASSCTSAGGGACGGVLAATPNDGSGSGGGLEEDQLQAWVGLNKLGQDLEGLVTSAPLEDCHFYSDAEIIVAEG
VTVPVHRCILAARSPFLRRIFAEKQREQQRVDLAELAGGTGKIGRQALMIVLGYFYGGKFQRIEEECSGVTCMDSQCPHV
ACWPVIEFLLELLFVGSLFQVSDLKSMAQDRLLRLLPKTPAENVLQIAAAAAAQQGCEALQEMCLPILARSNTPALAIEK
SLLAHAPALVRDIAQLRHRLGIHPVDAAEDKRWRRVYKALDSDDVELMGMLLSESNSRVDSVYALHYAASYCDRKTLTEL
LDLGLGDVNLRDRYGYTVLHAATLRRVPEVVGLLLGKGASPLDTTPEGYTALQVSRRIARNIESLESAEAREDWLRDRIC
VEILEQADRANPCPVFPVPMGERELLMRLLYLENRVAFARLLWPRECKVVLGLSQLDTTKEFSMEDTSSLMDLNKEPTRS
DTDINSSLLQRVNALQRAIEVGHRFFPRCTAILNSYMDDGSFEHECIQNRRIPEDQLRLLAKLKRVTDDKQLSEAYQRDV
EEHHNLEHHNFGDNACLYSN                                                            
>Smol_XP_002965955                                                              
MMKLVENNVLVVPPFDCAWLFEEELRFPEAGRGCVAFEARAENDVTVIFKELAGCKHYRTDSDPNYTVIIGSNLNKRLKI
AANGRTVVDVAGPVVSPLVFERYWISVDEGSIVVGKGELGQNVVYQWVDPEPNCKVQFVGLSSWDKHVGYRNISVAALPP
CLYRTTSAIDSQWSTGLANFLESGDLSDFEFVLFPENRRVCAHRAVLVTGSSSKECPFLTTTELVLHGVDYLVLHAALRY
VYTGKAEIGKEHLVQLRGLAELIGFQNLAAQCKQHIREVSYDSSGDLVLLTMHCYDTNSPVHVNPAAFTRMLLTGDLSDL
EVYLEDYDLCLQLHRLVLSVWSAPFAKMFTIGMKESSRTRVTIKDVHLDAFMTMIRFMYTGRLDLEGKDNVGSLLLPLLI
MADRYGVRVLHQECLDHLLACVNEDSSCAILQVASSMARCETLRQACEESCAKHFDYCVASSATEFTELDGQSVMRILQL
PDLLVTSEEKVLDAVFMWGSKMEGVQCWEDADTKYKVGLQVICPDREEDLKVLLPLVRFPLMSMELLQQLDSSSLCEKLP
LLRQMVSLVSRFIYDFLPKNGLWFTRRFSSYKELNYLCDGDGNGVLYYAGTSYGAHEWMNPMVTKQITLSASSPPSRYTD
PKVLASRNYQATSFAGPCIERGETVSWWRVDLGPDHKLMCNYYSVRQDGSTNFARNWTFQGSGDGETWTDLRKHEKDHSI
YRPAQYASWPVHGSKSLIPFRFFRVLLQQPIAAVAAPWNLSICYLELYGYLH                            
>Smol_XP_002961299                                                              
MDTDTCSGGTSPSFAFAFNDSNFSDRVLHIEIVAGASGEAKSSGEPCSTVGAWARQKKRRRGADAKDKGTLFSCLSFYLS
FEEQIMTGTQPEPDDAEEEGDVMIEESPTSMAGNQDQMQSTSSWNSESSTVLRVKTIHISSAILAAKSRFFYKLFSNGMR
ESEQKAVTLRITDSEEVPVMDMLQFMYTGGLQANTAPALLDVLVAADKFEVATCMRHCSRLLRELQMTPESALVYLDLPS
SVLLPDAVQSLTDAAKAFLADRYKDIGRFHEDVMHLPLAGLEAVLSSDDLQVASEDAVYDFVLKWARAHYAKIEERREIF
RSKLVWLIRFPMMSSRKLRKVLVCNDIEHDLASKLVMEALSFKAEPPHRQKHIMVEEIVHKRFSERAYKYRPVKVVEFDA
PYQQCLVFLDLRKEECLTLWPQGRVYSQAFHLGGQCFFLSAHCSVDQQTAAHCFGLFLGMQEKGSVSFAVEYEFAARSKQ
EEWKFAPRVKGNYVFTGGKAVGYRNLFSCPWQELMKDDSDYFHQNVLHLRAELTIKPQGQGM                  
>Php_XP_001784949                                                               
MGRLLQCEESYSEAFLESADEQCEDEFVLNLNPLHSVKPPSEVYSFDPSVLSPNISPALQRNVRAWRDATGLPTTIVIRC
KDRVFHLHKFPVVSRSGYLKKLLKDAKDVTIPSHVPGGPDILDLAFNFCYGSNILMDPSNIAEVCCVAEYLQMTEDYGQA
NLFERSMLYLTQVTLQNWDDTLVVLLHCENLAPFAEQLGIVRRCLDAMAFMACMEFFDPVVKKAFPTKAEDPHRWTTNMR
ETSSLHWWIQDVVAIPSNLFVKLVLALRREGMQENHVGQVIMAFADRWIFGSRAGSLLVQKGNDKCWVLESQRHVVPIRF
LFGLLRRGLRCALHDDCRIQLETRIALQFEHATLHDVLQPCKEEKDDIYIFRNEIDSMERILQLFLTRFRGYDEGRLPDM
AILSAVEKLWDEYLTDIACHSSLSPSRFAELIDRVPAYMRVVHDHVYCAIHAYLKAHPNITHEERLRVCRILNCQKLSQE
MCTHAVQNDLMPLPLLVQAMFMQQLQT                                                     
>Php_XP_001784176                                                               
MSPEDQSLKTLSADFLALLDKGQAFSDVTFKVEDRHVFAHRCVLAARSPFFRMVFCDDQQLNSAQPRPGIPNVISVGVVG
YDVFMLLLQFLYSGNYSNFFSPQNCGRQCKDKSCWHTHCSSAVEFGLDTMKAALFFGLDQLSTLTQKHLAAMAEKASVED
VMRILTTAHTQENKHLWNVCSKLVAKSGPFSEILQKHLPANIVCELEDIRRKSGFGFEAAMSSNTTSEQKTKRMQKALDS
SDVELVQLMINGEGLNLDKAFALHYAVSKCSRKVVKTLLDLGKANVNLRGPDGLTPLHIAAKLGDPEKIVMLLNHEADPH
VQSASGATAMGIVQFGMTEIVSAGGYNSKGDQNRLRLCMELLERAIL                                 
>Php_XP_001783726                                                               
NLTALCEHVQVEGWKSKAFSDVILKAMGQTFHLHRFLLSRSSYFRKMLQGPWKEAGAPEITLHIDDDNVNADALETALAY
LYGHYPKLDDSNAFRVLAAGSFLDLQDLCSLCTDFIISELWTDNFLAYQAFAENQDYGLHGERVRKACWGYLCRGGAVEL
REILPKLSAQTLQKLLASDELWVLSEEKRFELAFYVLIARATKSDVSFECDDSAVTNSSAGLSSPTTSLSLDSRNSVRAV
QCSGVSTPTHDHDFETPSGKPLKEVDSPQLFNEMPKNKEASTCGDIRVVPDQLSYSGVESSSYVLVCSTRSTCPTPSWGG
RVVDRRVRKAFRNGRHWSIAEDWEAFLGVFAGGGVLYCHMAFDHLLHMRGRLEKLGFPCKSVIDSLWLQTLLRQQVLTIA
ADTCRNCCLVYENCNCRQFNASYEHERLPGLHYRDDSQSSGSTSTSIFPGAEGIGGNSESVGRIPFRNTMDGLAGIGRGT
TFRTPGSWPAPKFLYVPSLGAYGARGNPQQGEDGKSQMDPRLEIFGRDLPAAHCTLDGPAGGTGLTQGGTAPSGVGASGQ
ADLNPRNHEDSSAKPPNTDSTSFKLNITKNLTEDIDTRESEEGEGGSILLDLNTPLRNFPSFRFGVEFEDVHRLLDGQAK
HSPETFYAGSLWKVSVQAFNDEDPRGRRTLGLFLHRRKAEDVGPHRKVFFYTDTREKVTARYQLICLAKRGVISLGSLTQ
AGMLLPKAPKGWGWRTAFLFDKLPELLQGGSLRVAAVVQLV                                       
>Php_XP_001783439                                                               
MDTQHSILKQTFQVAVLETTLICTSVGGTKSVHLRKRLRAPGSPPNSIGPPFSPPPVPPPFPSSTSRKPWQALSATRCRG



SRSCGGSFISNHALNTWDQVFFEATNADLTVCTDDGSQIHVHSMVLMASSPVFKFYLQKEVRKSRFPAIDIFGVPFHAVR
CFLRYLYSSRCERSDMEECALHLVVLAHTYMVPALKQTCTVHFEQGLLNTDNVVDVLQVARLCDAPRLYLLCLKRTTSDF
KAVVRTDGWRAMKHSDPALEQELIEAVIRASMRKQEKTTRLEEDQVYGQLHDAMEALTHICRDGCRSIGRSDKSLNRGST
NCSFPACKRLQSLVRHFADCKLKVAGGCVHCKRMWQLLELHSRMCTTSDSCKVPLCGHFKDVAKQQASQKVELRWKMLVQ
RVKLAKRVVDTLSVAAIAQQLERPPI                                                      
>Php_XP_001783005                                                               
MARTPMACTVAGNSNTRSRCVTETVNGSHHFTINGYSLAKGMGVGKYIASESFSVGGYQWAIYFYPDGKNAEDNSLYVSV
FIALASEGTDVRALFELTLLDQSGKGKHKVHSHFDRSLESGPYTLKYRGSMWGYKRFFRRAVLETSDFLKNDSLAITCTV
GVVVSSTQGPRLYSIPVPEPDLGHHFGALLDSGEGADVKFEVDGELYHAHKLVLAARSPVFKAQLFGPMRDRNSDHIEIK
DIEPPVFKALLHFIYRDSLPDTKELIGAPSTSTLLAQHLLAAADRYGLDRLRLLCESKLCENVSVDTVATTLALAEHHHA
AELKAVCLKFAASNLAAVMHSEGFEYLRDSCPTLQSELLKTVAGVYEEGVGTGVTSNRNRSVWGQLSDGADAGGRRVRPR
T                                                                               
>Php_XP_001782716                                                               
MGTLTINCGTSFTLSNSDSLRLVLTPEAVHIRSSPCNPHKHPHLLTLTHERVSNSEEPEHNDAAMEALVDINSQGTGNLD
DCDVSFDGDESDDSQNGFQDKRRSKRVESWARARFDAWRALHKRPTAEAIEDLCDHDRKELEELVELFLTQVCKQNGKEY
PHQTIGSLLRALGRVTRAHQEARIAETQVPEAPLNIMSDVRFKKAGQAVSDNVASAGRLGLGKRRKCISILTLLDEAAML
ALSTYKCTSAKGCSMRFAYFCTQKFFIRGTAELHELTDMDFTLGKDQHGDYEKRLKSWSSDCPLSHPEKFSLPMTCYIED
VSTHKIMIQHKPKWAEYEPPPRPIILTDVKNPTSRAVMSWRFHVSVLFIRFCVKNIRCTVNKKTKERRVHLERRLHSKEF
EGAGDPDRPPPPYSDIVLETSDGWKAYKHEAVVASQSEDFKAMFSMPMVEEYPLHMETSHTALDTIIFFFYRATVNQGVL
RNHLVELLQAADKYVMELYDGVLKRLKRKRPRQDTLSTVQGNLSIQLLDPKLHVCANARITKEIRSSVSIVEDVSKEIVD
DVFLERFSSMLPDITVAFVSKAEYFGPLYLCLKRSMIRTVHFYYKV                                  
>Php_XP_001782701                                                               
MVKFLPSLCTSIELNDVQSQLQKIMEKQNFITTWDPETMLPPHTDVILEANDGRLVHAHKSTLMGKSTAFKTLFSATRDV
VNPQTVKMDMDHASLEAFIHFFYTGFVKDDLMDSFADKLLRASDTYGISLLHNLCQEKMMTNIHPERIFQYFLLGSKCHA
EQLVHAIISFVANNYSDIAEINGYDDFLKDDPTLVAKLGNGIVKKLQAKLKNHPKIM                       
>Php_XP_001782309                                                               
MDCCLCSSLGNSYRPPRNSLCLACYECAKSIIDLCQKLEEQSRDDVEDGDKARQVPSHGLQYAYNQIKQLEQMEENVSEK
LEFLESLVEAFQKGMHTDVELITKDGVSIHAHRVVMATKSSVFRAMFESDELKEPHKGAVYIQELTHDELRYLLEFLYCA
EIPHDAMAKHGRALLIAADKYDIPVLSKVCEAFICLTVSSSNVLEVLELATLTHATSLKETALNVILESYEDVVFSKEYE
DFAMQNALLSVEITKALIKDLKK                                                         
>Php_XP_001782174                                                               
MAKGEITEVEPPSNVFSYSCKLGERATSDVIVRLRTVHGRDDWFYSHSEILCAKSKYFAVRLSDDWPTYHLLDSRNCVEV
ICIESDIDHHVNLLRMLYSNLEEPVGDMWHSVKNALGMLKVATKLGCDAIASKCALYLEAVPWEESEEEEILKALPAIMS
STHKLVAGLGAKVEPILARLQPVDTASIRNVFLSAVHMATLSESGSNNLEKLPSDLKVAAQEQVEYMLEEDDDAPLLIAD
DNLKAELKKHFLKLYGEFKDGLSALVTNSIPENLEVAEKAILEKISDLVWAWRMLPQVGLISDFVELWVEASSDVTLALN
SDKLRDAFWNTKLHVVEITATVLKAVGYGNVILTANKRTQLVKVWLPFICETKPILDTLFAGEKIAMEMDMDLCQSIENA
LVSLVLSLPSVDQAEILADWLRWDHARFPDLSEAFEVWCFRTKAAKRRLSIETPKSANAISSGGIS              
>Php_XP_001781926                                                               
VLKSTIDTWDRAFFEGINTDVTVCTNDGHQLGAHSTVLMSSSSVLKCLLLEQFQLSRHAVISIRGVPFQAVRCFLRFLYS
SRCEQSDVEEFALHLIVLAHAYRIPALKRICTDSFEQGLLNLENVVDVLQISRLCDEPRLYLLCLRRIVSDFKDVARSDG
WRAMKESEPGLEQDLLEAVIEFDSKKRDRLRKREEDKVYTQLHDAMEALVHICRDGCRSIGPHDKVLDERKGDCAYPACK
GLESLVRHFAACKLKVSGGCVHCKRMWQLLELHSRMCTVQESCKVPLCRHFRERVGQQPSRKEEMRWKMLVRKVQFAKAA
SGPFSLAAVSARLAQV                                                                
>Php_XP_001780118                                                               
MRHDRTWGSSKMVTFDFAYNNPVFSDRVLHMDVAPVGNEFYEAVGKSEEQHIEKLYVSSVILAAHSDYFMRMFSNGMSES
SSENAVVHVNEEEKFGLQQLIQYMYTGRLSEPLDIEATVMLLRLADRFAISSCMEPLAKILKLFPNTLSDCLLVLSLPES
LKADRSDISSKKGDFLTLSIEGVKVILDSDALMVSYEEEVFQILLDWVDSNCRTAEEKQRAAEEVAGVIRFPWMTGDFLI
DVVSTNPQMQTAACQALLMEALRFKSFTHARQQQMLWKKTNHNRYRPRNNTILENFWGNSKTFQVKQPDGSCQVLFEFPL
ELVICIGQSFQSRTFRLCDKYEFYLEARHGQVKTSYNQQLTCFVNLVLPPRNDSVSSCEEVEDLKFVDYTIAMKRDYSQN
YDTKTSGSFCLTGVESAGACIPFTDFFSGWGIERGFNVPRWNLTINGPVFLKLDLKLRVEAFATDLDGQLQRRDESSSLA
TSHFEFPPLGPGTTDAIPF                                                             
>Php_XP_001780098                                                               
MFFEEINTDVSVYTSGGHRLGAHSIVLMSRSPVLKFQLQEQFKTSRLAEISILGVPFQAVRCFLRFLYSSRCEQEDMEEF
SLHLLVLAHSYRLPALKRVCTDSYDQGLLNTENVVDVLQVARLCDEPRLYLLCLRRILSDFKDIARSDGWRTMKESDPAL
EQEIVEAVIDSDIKKRERSRCFDEDRVYSQLNDTMDALIHICRDGCKSIGPHDKAWDGRKGDCSFPACKGLESLVRHFAA
CKLKVSGGCVHCKRMWQLLELHSRMCTLQESCKVPLCRHFKVRVGQEPNRKEEMRWKMLVCKVQSAK             
>Php_XP_001778891                                                               
MNDAMEMSSVGGMGGDGGHGSPRGELRPLHARGADAARVVVAVAVRVVGVVALASRAIAPGATGRAMWRRMRPSVAGQHL
QPRVWVNLHVIEELLALFPQHRQGVRELVADGRLLRRLEAELAGCHRVHPADVMSEALLGRSLQELTQPLLYRPLSCSHR
NVPTVTAAGEQISSCFGSLCDVEDEFERDTLLKWLSGEMRRSRVALDNHLTDYRVAPAKGVHARTNARESYSSDHGCGTN
ANLAAVKTLLYLKTHSNQRYRTKPLASAGALSGVSPNSLQITSAVISVLLGFSASCHRVFHEENMEAFASQSQGHRICTR
KTVVASSSKLGTAQPAVNDNLTFPKTKGYITGSAVSQWDQLCPKCQTIVKEQGYETELKSGPSFQVQVVRLEMEKKLKLV



EDRLHEREESERALQEQIIFLSTWDPVVMSPGYTDIILQSGGHIVNAHRAVLVMIPTFSSILSSLYALELMYRRMHRVSP
RLDYLTLNCVSTQKNIEADTEHDQFDTQAAKSDVILKLMKGNLDQLGTVSMELHIFPEALDAFVRYFYTGHISHRDLKRY
ATKLLTAAKRYGVRSLQLVAERYIAKHVSKETALSTWELGTDHNSEIIKESVLQILVKDVQDIPKLGEYRMYRCQKDPEL
LVGLFENLLGRSIPFQGLHDGCAKDPFRHSKTNWVNIRIGSSKGRYTQVTAHTAFNNESERSSAPLLTAWVKS       
>Php_XP_001778807                                                               
MGEGDGHGCPTNQGILDGSSFVGVWVTSGEGVDSNPRQHRSDATTVVEEADAEGHSGEQFSQGFTPGIVLVFRSLPREPF
VVESGILSFRIIRVGYDSTMADSMGELTINGGTSFSLSNSGPLPLDVTAEALHVRPPPFDPLVHPHSLTLAHELVSNGEE
SEHNDAAMEAVVDMNSQGPGNLDDDDVPSDGEESDGNDLIGDGKAESFEQNANAVSGEDSQNALRDERRSKRAESWARAR
FDAWRGVNKKPTTESIEDLCDRDMKELGELVGLFLTQVRKQNGKEYPPETIGSLLRALGRVIRAHQEVRIAETQVPEVPF
NIMSDVRFKKARQAVSDNVASAGRLGLGKRRKRIDVLTLHDEAAMLALSTYKATTAKGCSMRFAYFCTRNFFIRGPAELH
ELTDMDFSLGKDHHGEFLRYEKRPKSWSSDSPQSQPEKFSRPVTCYIEDVVSTYKIMVEHKPKWAEDEPPPRPFFLTDIK
NPTSRTVWYTRSPVGVRTLASWLRMMTKETGLGGEYYTNKTGRTTGLGRLQYAGVPIDQDMLATGPRVAGTYARDDPEFE
GIRERAMQRIVSGEVDKSTGRLIDWSKALALEMELSKKPQSAGTGIQTMAIQSYSRDLCANLCCQDVGSEGSELTMYKEY
IGCDTCKQDTHSKDAYEQYRGLVEELEKTKERLVHLERRLQGKEFDGTGDLDHIPPPYSDVVFESLDGRKVYGHRAVLAS
QSDVFKAMFSMPMAEGTPLHMEMNYPALDAFIFFFYRATVNQAVLRNHLVELLQAADKYGIEALKSLCEQEILQSLNPTK
VLVTYVVGWRHNSDVVKEGVIDYAAKEVDDVSALEGYDTFSKKCPEAVMELYDGVVKRLKRKHPRQEPLSTLQDETCTAD
DTESEHSVKRLKVQ                                                                  
>Php_XP_001778796                                                               
MAKKVGLNGWLQRVRETGEHSDVVVRVTGEEFRLHMLPLRNESGYFRDLPSSSNGIEQVDEKTGCKLVNIHHLPGGVEGF
AIAVNMCYLIKPSFTVKNVALVCAAAEFLAMEDVTESARKFMHSNIFSHWRYCVNYLQNYTRIGSPVDEYVEFRCQKVLA
TACVKCFTEIKHVSAPSAYISGPLTAVPPKQSSSACQTLTELLVQVCSLPDIYAAEIINTLVDSDVNLNLKCRQGRNVRR
WLESVIDDECQSDKARCYVLLCLSRMLLKNAPTKRPWMELSSQYWCSLLEHADQLLPLLGDPLKERLIGVKAMLEEKIGE
SLNEMDEYLRDYKFGPDTLMSLVEYYISMGEYTEQSLEEIAGDVDRFLWFYANECSISVDAFISLVKAFPPSARDCHDTI
YGAIEKLISTAPNCSAEEQQQLWSLIDHFKLSPSVNERALNNPVFLSQPEILESVLLHHSQELAKVDDTDGRHLRHIMQK
VINASLKLLEENSRRSREILELQRQYGELLGCRSQMLNPEGIVDLLGKQHHSNLSQNSSLQRESETEESEISDSPSLATV
SSTGWIQTCDWGQLIQKPAKVLKSLRNSYAPSAEDNLIQHETKINLLNHQAFPVQHFKAGGTIAAKRHITNASIVANSKA
SIYTRSIIDAIV                                                                    
>Php_XP_001778510                                                               
MGGVVSPTEDRVDGRNLTPFLVVGSDADSHRVGDPELGILGESSEGSIRFIACWIRCCRGSLPWDITLVSWVCEGAAEML
DNWNRELNYRKLMDGGRGAGAGDGAVPAAAAAEAVTVDLSMCNQCGNLIENTVTYCHACYDLRSESDFRNERRWRELEGD
FMVVEADLHKERAATKRLEGALQSFRHMLLQGIHADVTIETGEFDRTPAHRAVLASRSPVFRAMFEHELKEKTCAHIHVA
DVSTPAMRALLLYLYTGDHDTKVMKEHGMALLTAAHKYDIPDLKRVCETAVANSVKPSNVIETLQQARLYDATWVKRACV
DCIAQNLEKVAFTEEFRNLIFRNDDPEAILDTIQSIAALQ                                        
>Php_XP_001778211                                                               
LQKLGSDLETLIRIPDQEYSDLTIILDGKQVPIHRCILAARCPGIRKVFSEMGVTGGNRKLELEFSTIVEDGKIGYDAFM
AVMSYVYSGKMELWLTGIACYDSTCVHITCRPIIDHVLEVLQLSLLLNLPEVTTVAEQHLIDHLENFQVDDMLHVYRSTA
ISECSELKSMYLTALASSSLDNLTAEKEFSGAALQQVRRFPKELRPGMLHLSASQEKQQSFLNRALDSDDIELVQLLLDE
GKLDLNEACGLHYAAAYCHPRTLAHLLELDIADVNVRNERGMTVLHVAAWRRDPLAIAKLVEKGAQLQALTLDNQTALDI
SKRLTRKFNLVGEENFKDSLCVSILQQAERSVAVPNAAAAMLEQPCTEKDLMSKLLYLENRVALARLLYPREADIVMGIS
HLDSYATSTEILRNSSGSEITSRKRKSSVELNEEPTKRLAGLYPCLLTMLRVMYAAEVARKYFPCYSAVIDKYVLDDDYV
EPDEDCSVEDQLVKKKHFAELKGILQDCFSKGKVEE                                            
>Php_XP_001776409                                                               
MACTVAGNSNTRSRCVTETVNGSHHFTINGYSLAKGMGVGKYIASESFSVGGYQWAIYFYPDGKNAEDNSLYVSVFIALA
SEGTDVRALFELTLLDQSGKGKHKVHSHFDRSLESGPYTLKYRGSMWGYKRFFRRAVMETSDFLKNDSLAITCTVGVVVS
STQGPRLYSIPVPEPDLGQHFGALLDSGEGADVTFEVDGEVYQAHKMVLAARSPVFKAQLFGPMRDRNSGNIEIEDVEPP
VFKALLHFIYRDSLPDTKELIRAPSTSILLAQHLLAAADRYGLDRLRLLCESKLCENVSVDTVATTLALAEQHHAAELKA
VCLKFAASNLAAVMHSEGFEYLRDSCPTLQSELLKTVAGVYEEGVGTGVISNRNRSVWGQMSDGADAGGRRVRPRT    
>Php_XP_001774594                                                               
QRRGQAWLCASGLQSDIVVDVEQMSFHLHKFPLVSRCRRIASLVERASREDEDTCDIRLENFPGGTLAFELAAKFCYGMK
VEFTPCNIVALRCAAEYLEMTEDLANQNLIERSESFLEEVVLRNWSDSIAALQSCPNFYPMAEELGLVDRLINSVCAKAN
MNDSSRRVWPMRGQRALQSPGGSLLWNGISTGARARVPGDGDNWWYEDISVLSLTLFEKVVLGMEAAGVGGESIWGAVVH
YAKKALPGLHRRHSGREPAHSHRKAIVPANPIVQENEQRILLETIESLLPLLKVGSSTRFLFGLLRLAIILNASSQCKSS
LEKRIGMQLDQATLDELLVPNYSHVEETLYDIDLVQRILDHYLMLEQNIPPESDEEGLLLGSPSLCPIMMVAKLIDAYLA
EIAPDVNLKPTKFIALAEALPDYSRFLDDGLYRAIDVYLKAHPWLSESEREMVCKVMSCQKLSLEACTHAAQNERLPLRV
VVQVLFFEQLQLRNAIAGSFLVADTVGASGRQLGQQHHAGPGGARQGESWDDSLEVGQKLKDDMGKILARVSQLEMECGT
MRQEIENLHRAKKPVNPLSKAFGCKMFSTV                                                  
>Php_XP_001773928                                                               
MRNIDSNLGTLCEHVQVEGWKSKAFSDIVVKAMGRTFLLHRLLLSRSSFFRNMLQGPWREAGAPEVTLQIDDENVNADAV
ETALAYLYGHYPKLDDTNAFRVLAAGSFLDLQDLCSLCTNFIISELYTENFLAYQAFAESQDYGVHGERVRKACWGYLCR
GGAVELREILPKLSTQTLRKLLTSDELWVLSEEKRFELASYVLAAPVTNFSAGISSPSTSLNLNSCDSAQGNQGLGAPVC
MCDHGLEALNGKPLKEVDPSQAFIEIRKDGEACTSGDTCSTPGQLNFSGAESGFCGRFGFEEPWNPPRTGEHVGHDLCSP
SPETTSSPSSKVPQDQCACPTPSWGGRVVERRMKKAFPNNGNCGIAEDWEAFLGVFEGGGVLYCHMTFDDLLYMRGRLEE



LGFPCKAVADSLWLQTHLRQQVLTIAADTCRSCSLVYANCSCRQFNPSYAHSRISGLLYRDDGQSTDPIPTGIFPGAEGI
GGTSGSGIGVSSQSAGRVHVRNTIDGLAGVGRGTTFGAPGSWPAPRFLYIPTLGAYGGRGNPQQSGGGNNQADVRLDLIG
RDLAVAHYAPEGPTQGGTASASVPSPVQPDLTSRTEGSSVAGKPASIDTSLSNVSIDKDLATKEYEAGGGGSIQLDLNTP
LRSFPPFRFGVEFEDVNRLQDGQSKHSPEAFYGGSLWKVSVQAFNDEDPRGRRTLGLFLHRRKAEDVGPHRKVSFYTDTR
EKVTARYQLICPAKRGVIPLGSLTQAGTLLPKAPKGWGWRTAFLFDELPELLQGGSLRVAAVVQLV              
>Php_XP_001772248                                                               
MARTPMACTAAAGNSNTRSRCVTETVNGSHHFTINGYSLAKGMGVGKYIASESFFVGGYQWAIYFYPDGKNAEDNSLYVS
VFIALASEGTDVRALFELTLLDQSGKGKHKVHSHFDRSLESGPYTLKYRGSMWGYKRFFRRAVLETSDFLKNDSLAITCT
VGVVVSSTQGPRMYSIPVPELDLGEHFGALLDSGEGTDVTLEVDGELYHAHKLVLAARSPVFQAQLFGPMRDRSSGNIEI
KDIEPPVFKALLHFIYRDSLPDMKELAGAPSTSILLAQHLLAAADRYGLDRLRLLCESKLCENVSVDTVATTLALAEQHH
AAELKAVCLKFAAANLAAVMQSEGFEYLRDSCPTLQSELLKTVAGVCEESVVTGVISNRNRSVWGQLSDGTDASGRRVRP
RT                                                                              
>Php_XP_001772109                                                               
MAMKRGVISVGPLESSIVKRRDNLKVRARAAAGVVASLRAQIKELQQQRDFLVTWKADMFTGADAEGSLVDVELQGVDGD
RVHAHKAILSVGWVLVDPSLCSELGQVLLSTIHESVRRRCPYVIAEKKSVASKSIEFEAMFRADTDRKVVWNLEMPYVAL
KAFVTFFYTGRVSSSVLIEYLTTLLDAAHKYNVQFLEVVCEDSLVKNMTSDNVISIFDVAKKHCSSGCKEAVLKKARSLG
ELSSFTEYKFFTQSNPGLLLELYELLTDRSDQSPTKKMKLSRGNESEQANGDKAPLSDEDNMKSETDEDESVDDEEVKTA
TDSMPDRWIPHAAQWYIPVWNTNLLAWNTDARSPIPSSWIRECMLSTSSRGFLRGALTHSPGQLEAPILEEVVAGKKKGI
PLRKTTNSEIVSYKARVVSEGEDPKKPKVTPWQQKEKRCLLRGVKTTHNKNKKFIATITVKGQQIGLGKCCSEEEAGRLY
DRAAFVIGRKTNNELPDDMKEELKGISWDDFIASLQEVTALESGSFHHQIIFVPFYSNHANVSKNYVSFDYRSNVRISSN
MNSPDDCNGYVDAVVVLQRFIMGSWIMEIVTRLIVIKSTKKNSKNRNMSKHLSNYNSKSPVDQFEAKRHGHNSFTMDYTG
LTGISLQVTSFRHYLARQRERTAGIRTNDEGQVHLDRSNTACNHNKNWRLYLKLVA                        
>Php_XP_001771946                                                               
MARKAAPLSCRGWHLSVAPQLHHLYSSRNFGAGQNGSEAGRAQRRAFLFWEDAAGKFLWQHIMFVGSFHYYANGVLVFCD
PGHKMEEDFSNSVVLVITEGDHDSRKRSLSREIDGQEMGCEEWQSLVADSFTLNEIRIRVDKELLSQHSTYFKGYLNFSE
RNCESLNVNWSLPIFCDLLRCIHGFEPCLSSSMIASLIEGAIYFGVEDVITKCKAWVASDTFCVKWKIEDDLVSELLSIW
LSATVNGTGDASGNEMDLCKALLLWYESQKRNSRNGAVVDDPILLFKKIQLNLLPIDFILRELVGKYPLNIFHVSVAATE
SDVDVLNSIIDFKGELAAKPVKDYLNFKPVIRLTDHLKELDLSGCHQITCHHLISAAAQNGMKPKRIAQKTLVTIEQETW
PELAEFINLETLILSHCWRVEQRNLVTWLNLVCPNLRELRAPHCPQLLQVILEIGSGLPNLSVLDLSVSEELVEIEGVVT
RTKSTISQRLPLRWSFGKLHETNKLTDLSLRGHSEITDEILLFIARSCPLLRVVDLGGCLELSDVGFAAFLNFQENLAFQ
KLSAAGTRFGPVSCKALISQANISVNVLDTLNLNKCLGIVSVTSSWDIVGRSLGCGHLSNLLQVLPSLVSLELAFTRLDD
MALSAFSGTSLRHLNIRETKVSGGVLYRILARNFDLKDLNIRGCTQLALNSFDHLPSEKTFERMWENVGIGWGLSDSTIS
SFGFASCTLQNFAVGVGGTISEETLLCIAEQCHELKRLSLCFQFVADEGLIQAVSQLKSLHTLELQNMACAPRNLLTEIA
SSLPNLRNLKLERVTPLLSDDDLLLFSQSCTGLQSLSLLGCHLLTSISLSTMAHSWRGLQDLRLEECKYIITEENVRLLL
NSFPALKLLHLRHIGKVLPEYFILEAIRRLPLLQKLAIDLCDAANEKFSFSEGVERSALKSVYINRCKSVRDAFYGVRDL
TSEGISPYDSRTHKDTIVLEWNSVRLTESVVNERLTFE                                          
>Php_XP_001771610                                                               
MVPLEKIGFLKNAKRKNTCSQNLASCENDSPIHRPLMTLTSTPAVNMLKPLHHIGLHEVPPMNLEALSGIRNCPKNRRRR
DEHNLGWWAMRGMEGLSLCVNAKSASQWASPHLCEKRQPNLASEYGLSGAQNWNRFAHHVQKLPDRVCWVDALEKQRLQV
AVALRSPCLTAGSSLRDLGGLGRWSLPEMAAEKSHAVDEVTAEVEAVGLAEDPGRNLKLDQATFFRCVENGNLSALTALL
KNRKVDINAYNDEGVTCLHVALYKYEESRSLDMVKFLLAHGANISLKAAVMPSAHKISIIRHGHGGSVANPLETKKVVFD
QKTPLLVALELKSALYLKGWEYRHWDEMLRILADATIEHHAKSPELKGERLPYIVIQKNWGNVFASGKHETIEVWAEDKS
ITVLKLLLTGASKILKLNIENPDVQYSNRLDIKEASFNITKAMMKFLYTGKVEAEFLEHRGLDLLSAAHKYGIKSLMWVC
EDSIRATPDNWIKLLSTAMECNSDMLALKCAQSIKEVMDERHEKHTSLKKSYSNMHNVPNQLFTSFP             
>Php_XP_001771535                                                               
MDHEGCSSGGMSAPTTYTFAFNDSNFSDRVLRIEVVAVSEKNDAGSASSRQKKRRRAHRHSEAGSGVSKLLGGPVEAQLG
EGQEEQVMYVGEDVAPQEADEEAVAMIEEPHGVNSMFSALGGTWNMDTSVVLRSKTIHISSAILAAKSPYFYKLFSNGMR
ESEQRDVTLRITQAEESPLMDLLQFMYSGRVQANTPATVLDVLMAADKYEVATCMRYCSRLLKNMPMTSESALLYLELPS
SIILAEAVQPLTDAARTYLANCYRDITRFIDDVMGLPLAGVEAVLASDDLQVASEDSVYDFAVHWARHHYPKLEERREVL
GSRLVWLIRFPMMSSRKLRKVLTCTDFEHELASKLVLEALFFKAEPSHRQRQLAMEETMHKRYCERAYKYRPVKVVDFDT
SSQCLVYLDLKLDECRALYPQGRVYTQAFHLGGQGFFLSAHCNLDQQGQYKCFGLFLGMQEKGSVSFAVDYEFAARMKPT
WEFTPKSKGSYVFTGGKAVGYRNLFGMQWQDFIAEGSPYFRNNIVHLRAELTIKKSPSG                     
>Php_XP_001771155                                                               
MAKREGGFSSWLQRVRQTGEYSDVTVQVEGEEFRLHLLPLLNASTYFRNLISSPNWSSNASDQRSSRIISLSGLPGGAEG
FRVAVDYCYLIKPNYTVQNVAQIRAAAEYLGMSPVLESTKKFLYTNIFAHWRASVGYLHQYQPLGSPVDEYIETRCLKVL
VAALARAFGETKHLSAPSPLTTGNLQSSTCVALAEILVRVASLPDTYASEALDALVEADVNLNVKCRQGRNVRGWLGSVV
DDECTTVRARCWIVLCLSRMLERGAPDTRPWLELSSQYWCSLLEHVDHLVSAVADNEVMQVRLIDMKMILERRIGASLDE
LDEYLHVYKFGPDTLMAMVKHYLNEGHHDPDSDSIEEIAGEVDKFLWMYAEAGSINVETFVSLFKAFPSSTRLSHDTIFG
AIEKLLTTMTDATPEEKQILWRLVDPAKLSPAVNEKALNNPGFLSQPHVLEMVLQKHSEDLAKVPDTDAQNMRHIMQKVI
NASLKLLEENSRRSQEIVELQQQYSALLGGKICHLQDSCESSPSTCWRPSLTITHKSMVHETETEGSEFSETPSVATLSS
IGKTFRLAFPAGNRLFIGALAEEKRSENYF                                                  
>Php_XP_001771144                                                               



MTECETAEVESPLNVVSNGYEVGERATSDVIVRLRTVHGRDDWFYTHSKILCAKSQYFALRLSDDWPTYHLLDSRYCVEV
LCIENDFDYHVNLLRMMYSNLDEPVGDMWHSVKNALGMLKVATKLGCSAVASKCARYLEAVPWEESEEEEILKALPAIVG
SSHKLVAELAAEVQPILARLQPVEAVSVRNVFLCAVHAATAPQSRSKYLEKSPSDLKVAAQEQVEYMLEEDDDAPLLIPD
DDLKTDLKKHFLKLFKGFKAELSAHLTDSTKDLKLSEKTIFEKVCDLVWASRVLPHVGLNPDFVEFWVEASSEITQTLNT
AKLRETSWNTKLLVVEITATVLKAVGYGDVILTTNDRIQLVKVWLPFFRETKPVLDSLFEGEKMELEMDLDLSESIENSL
VSLVLSLPSDDQAEIFADWLRWNHSWFPDLSEAFEVWCCRSKAAKRRLNIEVPNGANAISSVGA                
>Php_XP_001770455                                                               
MAKSCGETHLCLLASTFLIVSHTWCRVLTTDVPSDIVVEAGGMNFSLHKFPLVARSGRIRKLVANLADSENPNLLQLTDV
PGGAEAFDLAAKFCYGINFEITTSNVAVLRCAAEYLDMTESYGENNLVARTEAFLSEVVLQSLADSIAVLHNCENLLPLA
EDLGIVSRCIESAATKACREQNSNANFKLSSSSNLSHASKVPMADWWAEDLAVLRIDFYQRVLAAMRMKGLRVESIGGAL
MHFAQRSLKGLNRKQNGRSDLKPPKIKHEQRILVETIVSLLPPEKNTASCSFLFGLLRTAIILDTTLACRLDLEKRIGMQ
LEQATLDDLLIPSFSYTGDTLFDNDIVHRIVVNFLQQDDSEDSQVAHPMYDSDGGGSPSQSAMMKVAKLVDSYLAEIAPD
ANLKLSKFIALAEILPDYARVVDDGLYRAIDIYLKAHPALSEVDRKKICKLMDCQKLSQEACTHAAQNERLPVQVVVQVL
YFEQVRMRNALAAGAFVDAVDSGGGHYQHRLGSENLSASHSPKENYSVIRRENRELKLELARMRMRLTDLEKDHALMKQD
IHEKPIKSSKSTVGRKLSRLNPFARRDSKDLSSSNGSGKPVHTPDPSSRSGFGRRPRRHSIS                  
>Php_XP_001769458                                                               
MASSGAKSETSQDGTSQRRGQAWLCTSGLQSDIVVDVEQMTFHLHKFPLVSRCRRIARLVEEVSREDEDTCEIRLENFPG
GTWSFELAAKFCYGVKIEFTSSNIVALRCAAEYLEMTEDLANENLIVRSEAFLQEVVLRSLSDSIAALQSCSNLFPMTEE
LGLVDRLIDSVCAKANVNDSSRGGWLMQDHRSLQSPGGSLLWNGISTGARARILEVSDNWWYEDISTLSLPFFEKVVLGM
KAAGVRGENIWGAVVHYAKKALPGLHRRHSGREAAHSHRKALVSSNPIVQEHDQRILLETIESLLPPLKVGSSARFLFGL
LRLAIILNASPQCKSNLEKRIGMQLEQATLDELLVPNYSHVEETLYDIDLVQRILDHYLMLEQNGSPESDEEGLLLGSPS
LCPIMMVAKLVDAYLAEIAPDVNLKPSKFQALAEALPDYSRPSDDGLYRAIDVYLKAHSWLSELEREMVCKIMNCQKLSL
EACTHAAQNERLPLRVVVQVLFFEQLQLRNAIAGSFLVADTVGGSGKQQEQHHIPPGVVRQGESWEKSLGGSKTLKDDMS
KILARVSQLEMECGTMRQEIENLHRAKKPVNSLSNAFGCKLEREWVRLVG                              
>Php_XP_001769287                                                               
MQPATSTDNDGGPNRRGMDSNMGALCEHVQLEGWKSKAFSDIIVKAMGRTFELHRLLLSRSSFFRNMLQGPWREAGAPEV
TLQIDDKNVNGEAVETALAYLYGHYPKLDGSNAFRVLAAGSFLDLQDLCSLCTNFIISELWTENFLAYQAFAESQDYGVH
GERVRKACWGYLCRGAAVELREILPKLSTQTLRKLLTSDELWVLNEEKRYAVHLSITVFHISMIGRAGNSCLDSTNSIRG
DQREGASVCMYDHGLGALNGKPLKEVDPAQPFIEIRKDGEACTSGDTCATPDQLSFSGIEPGFCGRFCYEEPWHPPRTGE
QVGLGPCSPSPETTSSSPSSKVIEDQWPRDNACPIFSWGGRVVESRVKKAFPNSGNWGSAEDWEAFLGVFEGGGVLYCHM
AFDDLLYMRGRLEELGFPCKAVADSLWLQTLLRQQVLTIAADTCRNCSLVYGNCSCRQVGSSYAHGRTPSLHHRDDGQSA
GPVPTGIFPGAERIGGNSGSGVGANSQSAGRVHVRNTMDGLAGIGRGTTFGPPGSWPAPRFLYIPSLGAYGARGNPLQSG
VGNNQIDPRLDLVGRELPPGAHSTLDGRTQGSTASASVLGQGQPDPTSRAEDSPAASKPADIDAMLNNMDTNKALATRKW
EAGEGGSILLDLNTPLRSFPPFRFGVEFEDVNRLQDGQSKHSTEAFYAGSLWKISVQAFNDEDPRGRRTLGLFLHRRKAE
DMGPHRKVSFYTDTREKVTARYQLKCPAKRGVISLGSLTQAGTLLPKAPKGWGWRTAFLFDELPDVLQGGSLRVAAVVQL
V                                                                               
>Php_XP_001769248                                                               
VSTDAPADIVVEVGGQSFALHKFPLVARSGKIRRLVASEKADENGILHLQLPDLPGGSEAFDLAAKFCYGINYDITTYNV
ALLRCAADYLEMNEQWGDNNLVERTEKFLNEFVLQNLAESIAVLHNCESLLPLAEDLKLVNRCIQAAAIKAVRDQAGDYE
GSSHLDNVKVSHNDTPTAPVVEWWAEDLAVLRFDFFQKVLAQMRTRGMRCESLGGAVMHYAHRALKAQRSTHEQRILVEA
IVSIMPPERNAISCSFLFGLLRAAVVLECTLACRLDLERRIGLQLEQATLDDLLIPSVNHSGETLFDVDAVQRILNCFMQ
QDGDGEVDHTDPMYEAEGVGSPTQSALIKVAKLLDTYLAEIAPDANLTISKFMALAEVLPEHARRVDDGLYRAVDVFLKA
HPAIIEAERKTLCKIIDCQKLSQDACTHAAQNERLPVQVVVQVLYFEQLRLRNAMSTINTRDPVLRLQLSQRMTVGNVAT
GQPPNENYESVRRENRDLKLEIARMRMRMTELERDQNNLKVDIVKNGGGSRFIDSMSKKLSKLNPFQRRESRDFKNSGEL
GTNSSGTPLTPDTRSAKPRRRRHSVS                                                      
>Php_XP_001767403                                                               
MVISPLVEEDMDIGLYGDEPEEPALPRKKVPMGDIYEASRAGDVDRLKLLLDEGVNVNARDNWDSVALYYACLAGHLDAA
RILLEKGAICSENTFDGDRCHYASLNLQVRRLLKAFEARPPPLDPLPRTFRELFVSFEANCRYLEGAPVNYNDNSIYGMK
QDGRSHTETAAHEKILRDAEDCLGPDVIFYISGRPFGAHRALLAARSPFFKEQFQGKWKHRQVVRLARPRLTFAALFSLV
HFFYTDRLDVAVEDMEDLVLICKNCKCLALQKVLENELAHQKYADYKSIKRVDDSQKRFIFQGSSLPESERLSSALYSLF
TLSLSNSAQRKKSDSKGDEDRSKPSRTSVDSSKSFSANNRDIIVDRKDTSEGGDIEKLEVEMNECSISKQDEHCEEDHAD
VCFLVGNEKFRCHRFVLGARSEYFKARFSRTTGFREGVAGLATNSGADSLLILQENDLSASAFEKVLEYIYTDSVKTVDL
DEAEELFDAASRYLLFPLKRAVTDALLPQLETASPADLCGWLLLADKYGVWKLREHCLDAMAANFEFFSGIPEFRQMLLC
LPPPSGDLAERTTAPKAPGVEDGPQAGENVLDDLREKWLNEEGSELDKRDESALEFDKRLEQLIAIAEEEYVQNES    
>Php_XP_001766772                                                               
MESKSYPESERKGHKRKLADAYVRFPAVDEPNNAFATSVRDQVEILRTCVSWKENDRIAARRAAHSLAELAKHEEHVDTI
VEEGAVDALVAHLCAPSLRESEGPIACEHEVEKDAAFALGLLAVKPEYHRRIADAGALPLLVALLSRRGGTSNARVANGV
VRRAADAITNLAHENALIKTRVRTEGGIPPLVQLLESTDAKVQRAAAGALRTLAFKNEANKNQIVEGNALPNLILMLRSE
DVGIHYEAVGVIGNLVHSSINIKKEVLAAGALQPVIGLLSSRCQESQREAALLLGQFATTDPDCKVHIVQRGAVRPLIRM
LEATDTQLREMAAFALGRLAQNTHNQAGIVHDGGLKPLLELLDSKNGSLQHNAAFALYGLAENEDNVSDIVSEGGVQRLY
DGYFIVQASKDCVQKTLKRLEEKIHGRVLKHLLYLLRTADKVVQRRVAITLAHFCCPDDQRLIFIENNGMDVLLEMLNVF
SNPKLQRDGALALCILARKANALSPIDAAPLPPTPQVYLGEQYVNSSTLSDVTFLVEGRRFYAHRIALLASSDAFRAMFD



GGYREKEALDIEIPNISWKVFELMMRFIYTGNVDMATDNAQDLLRAADQYLLEGLKRLCEYSMAQNLTLETLMNVYDLAE
AYHALSLRDTCVLFILKHHEQMCSITGYPALLHRITPEIREYLRRILRPQPAALQ                         
>Php_XP_001766377                                                               
MADCISKVETTTRLVQLRVDSLGTGCYRRSDPFKIGLWNWHILIEKKASLIVRLYPEHCRKEPSPIATFTVRILVRGSDG
QRVESKVSDKLLRSSSDDFMWPLEYSVAYGRFLVEIEFHDLKVASSHSGDPHSIWTGEEYLQSRAEVGIARCLSRMLEEG
LHTDVTICSATGCVGAHRAILAARSPVFDSMFSHNLMEKQSATVRINDMCLESCRALLSFLYGNLKYPDFRKHRVALVRA
AHKYDIVDLKEACESSLVDDIDGSNVLVRLHDAWLYQLKDLKRECLRYLLEFGKVHDLRNEFDAFLQDVDKDLVVELVQE
QIKLLKIHGL                                                                      
>Php_XP_001765920                                                               
METKSYPESERKGHKRKLADAYLRFPAADEPNNAFSIGVRDQVEILRTCVSWKENDRIAARRAAHSLAELAKREDHVDAI
VEEGAVDALVAHLCPPSLGEGEGPVACEHEVEKDAAFALGLLAVKPEYQRRIADAGALPLLVALLLRQGGGNSGRVVNGV
VRRAADAITNLAHENAHIKTRVRTEGGIPPLVKLLESNDAKVQRAAAGALRTLAFKNEANKNQIVEGNALPTLILMLRSE
DVGIHYEAVGVIGNLVHSSVNIKKEVLAAGALQPVIGLLSSRCQESQREAALLLGQFATTDPDCKVHIVQRGAVRPLIRM
LEATDTQLREMAAFALGRLAQNTHNQAGIVHDGGLRPLLELLDSKNGSLQHNAAFALYGLADNEDNVSDIVSEGGVQRLY
DGYFIVQASKDCVQKTLKRLEEKIHGRVLKHLLYLLRTADKVVQRRVATTLAHFCCPDDQRLIFIENNGMDVLLEMLNGF
ATPKLQRDGALALCTLARKANALAPIDAAPLPPTPQVYLGEQYVNSSTLSDVTFLVEGRRFYAHRIALLASSDAFRAMFD
GGYKEKEALDIEIPNISWKVFELMMRQSGFIYTGNVEVASDNAQDLLRAADQYLLEGLKRLCEYSIAQNLTLETVMNVFD
LAEAYHALSLRDTCVLFILKHHEQMCGMTGYPALLHRISSEIREYLRRILRPQPATIQ                      
>Php_XP_001764279                                                               
VSSDAPTDIVVDVGGQSFAVHKCALVARSGKIRRLVACERANEDGIIHLQLADLPGGSEAFDLAAKFCYGINYDITTYNV
ALLRCAADYLEMNEQWGDNNLVDRTEKFLNEYVLQNLAESIAVLHNCESLLPLAEDLKLVNRCVQAAAVKAVREQIGGGL
NRSEFDGSLRLDNAKPAFNDSPAAPVVEWWAEDLAVLRFDFFQRVLTAMRTKGLRCESLGGAVMHYAHRALKGIHKRQTM
KSPKPQHEQRILVEAIVSILPPEKTAISCSFLFGLLRAAVVLETTLACRLDLERRIGLQLEQATLDDLLIPSANHNVDTL
FDVDAVQRILNCFMQQDGAEDVDDTHPMYDVEGAGSPTHSALVKVAKLLDTYLAEIAPDANLTMNKFITLAEVLPEHART
VDDGLYRAVDVFLKAHPAISDAERKTLCKLIDCKKLSQDACTHAAQNERLPVQVVVQVLYFEQLRLRNAMSSINSRDPAL
RHQLSQRMTVGNLTGSQSPNENYESVRRENRDLKLEIGRMRMRLTELERDQTNMKMDIVKSGGGTKFIDSVSKRISKLNP
F                                                                               
>Php_XP_001763910                                                               
MSTIAQTSRHCVRGSSCRAVANERCCWLYMRVKLERPEMLENWKRKVKYRRMMDGGRGAGDEDGGGGGGGAGVALATDLS
MCFQCGNLIENTVTYCHTCYDLRSESDFRNEQRWRNLESNLLAVEADLQKERAATKRLEGTLQSFRHMLLQGIHADVTIE
TGEFDKTPAHRAVLASRSPVFRAMFEHELKEKTCACIHVADVPTPAMRALLLYLYTGDHDAKVMKEHGMALLTAAHKYDI
PDLKRVCETAVANAVQPSNVLEILHQARLYDATWVKKACIECIAQNLKQVAFTKEFRNLVYRNDDPEAILDIIQSIAALQ
>Php_XP_001762013                                                               
PVDKIKASPTLFEMMTHEQELGPKAVHSISLSQQLTFQEKMKSILSGTSPGNQFNDTTTSDLKLSLNNREGCSVTVNVHR
HILVTHSRFFAAKLSDRWLKQQRANPNLIEITDIDDVEIYLETLRLMYCEDVKKSLLKENVNRVLGILKLSAHIMFEGGV
FACLEYLEAVPWADDEEEKVTALMGQLQLESVGVASDVMKRCSSLESTNNEDILPRLLCAVTKGTDDKARREMKSLVSRM
LRENMSQNKNTVDISKESLYRACHGCLDSLLHLFTQSKSGEDRNMLVEISRQADNLHWLVDILVDRRIADDFVRMWAHQG
ELATLHAQVPVMFRYEVSRLTARLLWVRLDKQVLSPKDVRFLLLQTWLQPLVDDFAWMQRCCRNLDKKVVEEGISQTILT
LPLKQQQCILLSWFDRFSSSGDDCPNLQKAFEVWWRRTF                                         
>Php_XP_001761592                                                               
MAKGEIAVVEPPPIVFSYSFKLGERATSDVIVRLRTVHGRDDWFYAHSEILCAKSKYFASRLSDEWPTYHLLDSRNCVEV
ICIESDIDHHVKLLRMLYSNLEEPVGDMWHSVKNALGMLKVATKLGCDAIASKCACYLEAVPWEENEEEEILKTLPAILG
AEIQPVLARLQPVDAVSIRNVFISAVHMATSSKSKTSDTLSTLPSDLKAAAQEQVEYMLEEDDDAPLLIADDDLKSALRV
KFLNLFGSFKTELIVLTDSTRQFSEATILEKVSDLLWASRVLPRVGLNPEFVDFWVGISSDVTGALNGEKVREVLWDTKL
RVVEITATVLKAVGYGNVILSAGERVQLVKVWLPFIRETKLVVEEMFAVEKVSMEMDVDLCQSIENALVSLVLSLPSGDQ
AEILADWLRWDHARFPDLSEAFEVWCFRTKAAKRRLGVENRKVGSAIRSGCAS                           
>Php_XP_001761402                                                               
MKKTIMRGSLRGGDDAVVHGLIPMIITTGKNVPPECARERNHGDDGDENIVVVVVGQSEEEQFGWYEEEDGEEKRLGFAG
EERGRGEEWRWRKRNLKVPRVSGEPTLKSLQVQVKRLEQQREFLSLLRPVLASDVPDVGAAYADVELQACDGSPVYAHKA
VLAVKSKEFHEAFRANADVKVIEVSEMTPQELKVFVTFLYTGTISNNISLECMPTFFRAAEKYKVQFLAEVCEDTLVSNL
SRQNAISTFDIVKKHCSSAVRESVLVKAMKMGEISTYDEYKHYTQKDPGLLLELYELLSERIGPLLAKRRRISTGLSGEA
SLYIQADLDACSDVIFGFHCPGIDIGGAFGRDSRDEREMKPENEIASGKFILMTRFSILLVSKYFDLKNDSASLVHSTSS
LGAVMLLNGSSRDGGNGCSSAGGGVFWQGGQPIPPQHGRTYSAGYDRAPGPRPTYDGQMMSPAYVVPPYLSPMHMGGSLP
RGGFVGAGAQGALGMMERPVGGDELMVQDTRGKKLPVEAQTKIEGRRGQNWTNCEVEALIALRGEMHEEFERNKQKQGVN
TWNKLHARMLGVCKGFRKSANACKKKYSILYNEYKKDRECAKDINNDAFVAGGLPRSKKCAFFDQMDMWYQNRPRLKIDA
NQGEHLESPCTSADDVDLKEE                                                           
>Php_XP_001760430                                                               
MDHEGCSSGGTSAPTTYTFAFNDSNFSDRVLRIEVVAASEKNDAGSTSARQKKRRRADRNTEAGLGVSKLLGGASETQLG
EGQEEQVMYVAEDVAPQEADEEAVAMIEETYGVTNFAGEDGGTSSGSWNMDTAVVLRSKTVHISSAILAAKSPYFYKLFS
NGMRESEQRDVTLRITQAEETPLMDLLQFMYSGRVQANTPSTVLEVLMAADKYEVATCMRYCSRLLKNMPMTSESALLYL
DLPSSILLAEAVQPLTEAARTYLANHYKDITRFIDDVMGLPLAGVEAVLASDDLQVASEDAVYDFAVRWARHHYNKLEDR
REVLGSRLVWLIRFPMMSSRKLRKVLTCADFEHELASRLVLEALFFKAEPSHRQRQLAMEETMHKRYCERAYKYRPVKVV



DFDTSSQCLVYLDLKIDECRALYPQGRVYSQAFHLGGQGFFLSAHCNLDQQGQCKCFGLFLGMQEKGSVSFAVDYEFAAR
MKPTWEFMPKSKGSYVFTGGKAVGYRNLFGMQWQDFIAEESPYFRDSIVHLRAELTIKKPPS                  
>Php_XP_001759240                                                               
MSPEDQLLKSLSADFLDLLDRGQAFSDVTFNVEDRHVYAHRCILAARSPFFRTLFCGDTQLMNSAQPRSSLPSVIRVGIV
SYDVFMLLLQFLYSGNCNGFFSPQISGRQCKVNSCWHSSCSSAVKFGLELLDAVSFFGLEQLSIIIQTHLGAIAEKASTE
DLMRMLIAARYQMENHLWKLCSKVVAKSGLTPEILHKYLPAEIVGELESIRQRSGYALEASSSGNDMLENKTKLMQKALN
SSDVELVRLMVMEEGLILDKAFALHYAVNNCSRKVVETLLKVGAANVNLQDQDGETPLHMAAKLGDPEMIALLLDHEANP
LMQSVTGATAMDIVQSGAAGVQSAGGYNSKSDQVRFRLCVELLQSAALSYSPPLQVKATRVEIGSPVSIRTEHGSSTLLP
DECDNDYHGSMSRMVGGSTQGIHFGNRDVYSSFTHGQGKT                                        
>Php_XP_001758201                                                               
SRNISPTLQRSVQSWCDATGLPTTITMRCAGRVYHLHKFPLVSRSGYFKRVLKDAKDVTIPDDVPGGPDVFELALNFCYG
SSILMEPSNIAEICCVAEYLQMTEDYGRANLCERSELYLNQVALQSWEDSLVVLLHCENLAPHAEKMGIFRRCLDAIAFM
AGLEILDPVARKVAPIKNRDLHCWSTNSRECSHLHWCIQDLVALPPNLFVKLVLALRREGMQESNVGQVITAFADRWIFD
SGVDTVLVQRGNDKCWAVVRVLPLEHYVVPTGFLFCLLRRGLSCALHDDCRIQLETRIALQFEHATLQDLLLPTKKEKEN
GCVFMNEVDSMERILKLFLTRFRGYDDARLADMSMLTAIGKLWDDYLSEIAFDSNIAPSRFAELIERIPAYMRVMHDHVY
RAIHAYLKAHPNCTQEERMVVCRTLNCQKLSLEACTHAVQNDLMPLRLIVQAMFMQQLQTGSVLASHIESASQSFRTEPH
SFTRSILPDT                                                                      
>Php_XP_001757508                                                               
MAPGDTDSLRTLSLDFLSLLGEGQVFSDVAFEVEGRHVYAHRCVLAARSPFFRTIFWSDVQMMSNTQPKPSIPQVISVGI
VGYDVFMTLLQFLYSGSFQFSAQSSGRLCQDKSCWHTHCSAAVKFGLDILNAAVFFGVEQLSAITQNHLASMAEKASIED
VMRMLVIARKQNDLHLWHLCSKLVAKSGLSPKMLLKYLPGDLVQELQSIRQKTGYNSDTTASGSATLEQKIKRMQKALDS
SDVELVKLMVMGEGLNLDEVFGLHYAVSSCSRKVVKNLLELGAANVNLQDLDGRTPLHIAAQLGDPEKIAMLLDHHAEPH
TRTATCATAMDIVQSGAAEIQSAGRYNTKADHNRLRACMELLERAALASTRLTHTRSAAVVDTGSPASILTENGSSTWFP
EESDNFQGSMSRMKSAGTPGLLQSGNDIFSSLWNGLPGKGMKRPPTELVPISRNLAEKVSWPW                 
>Php_XP_001757364                                                               
WCDATGLPTTITIHFQDRVFHLHKFPLVSRSGYLKRALKEAKEITLPSDVPGGPAVFELLCNFCYGSTILMEPSNIAELC
CIANYLQMTEDYGRANLCQRSELYLTQVALQSWEDTLVVLQHCVGLAPHAEQLGIARRCLDALAFMACMELLDPVARKLP
IPGRKGDYQTSYVHWWIQDLVAVPPSLFVNLILALRREGMQENYVGQVITAFADRWIVGLQGAVDSTVSAHKGSAKKSWF
KEPPTTNLEPSVLIESVVGLLPLERNVVPMGFLFTLLRRGLSCALNDSCRIQLETRIALQFENATLQDVLIPVKKEKESG
YIFMSELGSMERILKLFLTRFRGLEEVKSTHMAMLSATAKLWDGYLAEVAFHTSLTPGRFGELVERIPPYMRPEHDHVYK
AIHSYIKAHPCTTQEERLAICRTLNCEKLSQKACSHAVQNDLMPLRMIVQAMIVQQLQTRS                   
>Php_XP_001756524                                                               
MDCCLCSSVANSYRPPRNTLCKNCYEGAKSIIDLCRKLEQQWRDDEDVERGRQAAPYGLQYAFNQIKQLDQMEENVSEKL
EFLGSLIEAFQTGMHTDVELVTNDGLSIHAHRIVMATKSSVFRAIFESDALKEPHTGVVHIPELSHYELRYLLEFMYCAE
IPADAMAEHGHALLMAADKYDIPVLSKVCEAFICATVSPSNVLDVLELATLTHATSLKETAINVILDSYEEVVFSKGYED
FASKNALLSVEITKALIKVLKK                                                          
>Php_XP_001755146                                                               
MMVIGFGALTQQMEPLEQRSVRMNDLSRLNTENCSVELGRISVKLSKIKLKEVNATTEGRWIDLEVPALQGMLRALPGES
EAKREGGFSTWLQQVRRSGEYSDVTVRVEGEDFHVHLLPLLNASAYFRNVTSHPHWSSGWSSDASHQGSRVISLPNLPGG
AEGFAGAVDYCYLIKPNYTIQNVARIRAAAEYLGMNDVLESTKKFLYQNIFAHWRPSVGCLLQYHPVGSPVDEYIETRCL
KVLVAALARAFGETKHLSAPMPLRAGNLQTSPCQVLSEILVRTASLPDAYAAEALDALVEADVNLNLKCRQGRTVRSWLD
SVIDDQCTTDRARCSVVLCLARMLLRGAPVCRPWLELSSQYWCSLLEHVDHLVSLVGDDEDMQEKLLDVKRVIERRVGVS
LDELDDYLHSYKLGPDTLMAMVGYWLDEGHPDPASFEEIAGEVDGFLWTYAEAGAIDPETFVALFKAFPNSSRQSHDTIF
GAVEKLLATRPDASPEEKQSLWRLIDPAKLSPAVNERALNNPGFLSQPHILEIVLQKHSEELAKMPDTDAQNMRHIMQKV
INASLKLLEENSRRSQEIMELQQQYSALMGGKICHLQDSCDNSPSPCWRPSLTITHRTTQSETEGSEYSETPSLATSGFE
IVELLDDEEEKSVHYLSPKQTHSFQESLASSTVDPSSFRVLLTNCKFAALNTWSLNRIAKILSKVGRHLIYELE      
>Php_XP_001753499                                                               
MCYFPSAFNCYHNVDFNNLAGGEEADFTTLKAENDADMAEWMRPPPKQTPAEEMGYNIHVHKLISPTHYNLDRQDVLRNN
YVTMLRDGVNSDITLRSKRGSVRAHRSVLAEASPVFEAMFKHDMQERRSSSVRLPDMTIGGLRIFLTLLYVTSGSHAPAI
DNLANLFEDAILTHFDELADACMKYQVTRVMNVLQLKLRRKLTPANCWTYIHKFLADSETVTSKISYKSCISFAVKHVVQ
LIDSDNFLEEMSKNPKIVHEILMHVFKL                                                    
>Php_XP_001752591                                                               
VEVGDRGFNLHKFPLLSRSGRLNRLAYESRNTERCQIDLSDIPGGARTFEHVVRLLYGVKLELSPHNVATLRCAAEYLEM
TEDIRNENLVAKTENYLTKVVMSSWRDSISVLKTCSELNPMADDLEIVSKCIESIARKCNADLYAVRWSFSSRAVAKEVQ
RDWWFDEVCSLSISAFKKVMNAVSKKGLNPVDFGAAVEYYAHKWLQLAKELDFSDQQMVPQDATKTLHRHRAVLQGIVNL
LPFQLSATSVKFLLKLLRVACLGNASSFCKTELAKRISSQLEKAEIDDLLIPVPGESNCDLDIVQKIVEFYLQKLESKFY
VNEGPSRKTQLPPTTTNCKVAQLLETYLEEVGKDSNVSPAKFITLAELITEFPRDSDDSIYRAIDAFLRAHPSLTELERK
KLCSFIDTGALSLGACVHAASNEHLPLRVIVQVLFHEQIKLRNAIT                                  
>Php_XP_001751401                                                               
LVVPPFDCAWLMGDEQSFLTPGRGCVAFEARAANDVTIVFKEHPGCKHYRTDLGPNYTIILGSHGNRRLKMLVDGKTVVD
VADIVLCPSTFERYWISVLDGRIIVGKGEPGQSIVHEWSDPSPNFKIKYVGLSSWDKHVGYRNVRVLPPAPISGKYMPNL
RDLQGIGGGLAQYLESSEFSDLQFVIGPNRRVVRAHRVLLASSCTGFSHFSGDVCRLASVNYSTLHAFLQYIYTGRTVVT



RSELSGLQDLSEKFGLDCLALQCRQLKIVASEEVNYEGANVSQENTKFELVYQSPVAIFEERSTHALNIPVNAAVMVQHL
DSGEFSDVEISIEDYGTVARAHRLILSAWSEPFAKMFTNGMSESSVGQVLIRDTEPQVFMAMLWFMYRGHLDLEERSDYW
ALLLPLLVLADQFAIQPLQQECCLRLLDCLAEDSACAILQVAASMPNCKALRDACQDCCARHFDYCIIPPAAVFQALEAS
CISQILQHSALSVISEEKVLDAIMMWGANKDDIHGWEDANQRAMAEGAELFQDRLEDVKLLIPLVRFPLMSLPVLQMLQV
SELCRLIPAIEELIFQSLDMRTQGRLVKFPRSTARFSQRLSTFKELLYISDGDCNGVFYYLGTSYGSHPWMNPALTKKLV
VSASSPPSRFTDAKALVSRNYQGTSFAGPCNVGGQMSAWWKVDLGADQQLLCNYYTVRQDSSSSFMRNWSLQGSVDGQRW
TQLRTHHNDQTIGHGGQYASWPVFGANALLPFRFFRVILLGPTTSVSTPWNLSLCYLELYGYLR                
>Php_XP_001751363                                                               
PVDKIKASPTLFEMMTHEQELGPKAVHTISLSQQLTFQEKMKSILSGTSPGNQFNATNTSDLKLILNNREGYSVTVNVHR
HILVTHSRFFAAKLSDRWSKQQRTNSNLIEITDIDDVEIYLETLRLMYCEDVKKSLMKENVSRVLGILKLSAHIMFEGGV
FACLEYLEAVPWADEEEEKVTALMGQLQLESVGVAADVMKRCSALESTNSEDVLVRLLQAVTKGTDDKARREMKSLVSRM
LRENMSQNKNTVDVSKESLYRACHACLDSLLHLFMQSKSGDDRGMLIEISRQADNLHWLVDILIDRRIADDFVRMWAHQA
ELANLHAKVPVMFRYEVSRLTARLCIAIGKGQARQSNLDVRFLLLQTWLQPLVDDFAWMQRCCRSLDKKVVEEGISQTIL
TLPLKQQQSILLSWFDRFSSSGDDCPNLQKAFEVWWRRTF                                        
>Php_XP_001754601                                                               
MPNQHRGSGGARGGHDEERLQQLIGRMRTALQLGLRPSSRKDGELKWGNTDAQVQGQAVRAIAAFVAVIPPRSFSSSQLQ
VVTSLMLLQIPVDYTCEPPVESFKYFSRSSLEVLPIYVLIFLESFISSRLRFLSSLSKCIVFSISRGDIVFFSQVHLEEA
VAALEYLLSVEHNTIYRQAAVVSAGLGRATNGRYMLRLLSPLSCLLAPAKATEAVVSAATAIQSILATVRPQISFDGTMG
DDPVWRVLEDSDALKHILRRLEDPVATTSEIAECTEVLAMILERWSGARYRVGQVGAVRSSLLNHCMSSDGEVAVASLQA
CQALGVAVLFLQGGDLLWETLAHCLYQSRPLLVNREALRLLSLLGVGRLDCLSPGRIFPSYVNRLSSFTTFFKGPHIQVI
LESCIRNINEGNRWRLTVVEQGVVVEAAHTTSVILRWAGEHHNIVLGLGIFKAIFLQLTVVETKSATNAKFWDGTPEKVD
VEWKSRGPGKVTSSLRSLLWEIIGCLAAHSNSMTTKEVLSGRLPAGPGLGGITVFACATLLRALHRSGDHTPVTTVPESG
SGEQRISSQELLQICKTMYLLLSSISQDVSAPTKACMEIAMKFHDQTWLARLVESLAFGHTGPSQVKPEAVQTATNLFAL
ACFTFFPECRELLPQERTLDVLMAIVKLYGNKALAKKQQASSCSTKWSLVHQRAGIAAKTCCEEITEDWEGADTVLFASL
CAFTKLMQGSYRARVIAKSLPRGRLSEANCAEALYGDTVGLLWKLAESTNVATGVRWWAAGGLACFNIYGFPSLLGRDIC
KILDESMFPDIIFLFKDGRRLLAHGVILTIQCPSVLPKGLILKEKKVVGDYVGHEIQLSKMVSFNSFKALLEYVYSGVVH
LNLEEVDEMKVLSRGCGLDTLTNLLHGRAPVWGQPPASCNLASALDSGGYPFADIILRGKSQDDTIGEAIPCRFEEGCIE
TYTHVHGHRIILSSRCDYYRGLFCSGMRESSAKAIDINVSQQSLRTLSLYWYTGKLTRLTETSGWCAWNNLEADKQIRYL
QNLIELAQFSGQLLMTVLQEQCNLLVLQHMVGCNQHLGPSVITHAAICQQWELVNMCANSMASAYPHLRDTGALEHLDET
FRDLLRAAHIQFMRGLD                                                               
>Crei_XP_001703701                                                              
MSGPSQAAALLEVLRTGLAPPSYAPPDKASLRKASHALAELCKQDEFIDDVVAAGAIEVVVPLLNAGSSSAREQLVDDAA
GTSGVSLQEELDKELCFILGLLAVKPEYQTRIAHSGALSGLVRLLKEHKLTSITKPQPGSGGVARRAADAITNLAHENVD
IKNMVREQDGIPPLVGLLEAMDVKVQRAACGALRTLAFKNEPNKNVIVEQGALPTLIQLLRSEDSGVHYEAVGVLGNLVH
SSQHVKLRVLEEGALQPVINLLNSDCPDSQRESALLLGQFATADTDTKAKIVQRGAVPALVRMLGMPDVSLKEMAAFALG
RLAQNVDNQAGIVQLGGLPPLLELLESKHYNLQHNAAFALYGLAENEDNIPDLIREGALQRLEDCKEKLQASKDCVQKTI
NRLEQVGARRALTSMVFLLRSSTKCVQQRAAMSLARLAPEEQLKSIFIDKRGIDVLLDMLMDPAVSHRSHREAAAALLQV
RGSSVCVCVTWAGQPGRTERSVYLGSEYVNNPTLADISFLVEGRRFYAHRIALLASSEAFRAMFSGGYREKDADCVDIPN
ITWAVFEAMMRFVYTGQLDVTPDIAFELLQASDQYLLEGLKRLCENAIAGSLTADNVLATHEYSEQFSAPALGRRCLLFV
L                                                                               
>Crei_XP_001703456                                                              
MRWEVPDYTLVHSLAYDTAGDVLYVLTPRSVYRAAAPADPSSRLELVAGSEEASGCVDGGYGRAALFGSICDAAVDGAGR
LLVLDMEGPGGGAVVRVVDPRAGYAVSSVQPALGDLSGHAGRLDLLPSGELLILLARCEYLRFQINQQKAQGVTGKFSIP
IDDADAEAFWLLLRHIYTGRVDFPPLMVEPVLQLAERMRMQRSADIIRTLLHPSSSTADGSQQSQQQPQQAQQQAASGYG
QGAAASTPSPYGGEYGAYAAPAAAPAAAQQSPYGYSATTSAPPYGGPSASPYAAAAAGAPSPYGPPPAAAASQSPYGPPS
AQTPYGAPPAASAQTPYGAPPAASGQTPYGQTPYGAPPAAGAQTPYGQTPYGAPPATSAQTPYGQTPYGAPLGASPYAYG
APPQQQQQQPAGYSPYGGGYYPGQQR                                                      
>Crei_XP_001703289                                                              
MSGRPYTWDEDSDREAFLYAVPCPSNSGVVYFSTHVTLMRLNPDNSVQVVAGSWDRPGERDGHGSEATVNAPLCLALTGT
LASTTRGGAGAGAAGVAGVEGAAASGVAGGGATGAAGQEPGTPSATAAAPGYLFFGDGGARTHAEVVYVIRDPLGPSPSM
VPVAGHDWTDEEREEVGEFGMGPAGDGRRDGRGVDAKFYCICDIMLDSRGQLYVTDLGMQTAHSLPCVRRVDPAADYAVT
TLPIALGAATSASLTQLPGSWLCVYEWGGSRLQLVHIPGLEPCVLPPPAPPAPPPDLAGLSADWGTLLSDPVGTGSDIVV
HVGERSFAAHRLVLAARCEYFRRQFAGGCRDSNAAEVHLHDADPEAFAQLLRHLYTGDLDFPAARLRPLLELADRLLLPR
VAERAQQQLLAAASPGGVVEDMLWAERMGFDQLLAGLKAYYLQYEGRVLSTAGDAVRGMMVSHPDLFFELHVASVVRRAG
GGAGACPLRYAAELG                                                                 
>Crei_XP_001701338                                                              
MQYLQNVAGCKLPLGNNLDDVFLRLDPSNEQRVQALVCDAVLRPLLGTDARWGFSLGDPIDLFWAGGSGAGPRRCFNSER
RDFNDFCWDPWSAALYFVCGKAVLKLLGDEVELVAGSILEEGEADGEGPAARFYWPHTLVSDGAGSLLVVDGGNLRRIRR
LQLPASWQWAGITAAATGGRVETLVTGLPERASCYAVLPNGFLALGEGSLILLDLGLQPLLPQMPVTAAAAAAVAAPPPP
RSLPADLGALLDAQPDGTADLTVRVGERRFHCHRGILSARCDYFRQRLVGDGFADARAAELELPDTDADAFALLLRWLYT
GTATIAVDQACGVAELADRLLLPELLGVALAVVAESVSAATVIDKLLWAAGCCETRGEGFGGLLAQLKAWYVQHHEQVAA
EAGAGRKRLVSEAPELMIELMDAVAVWCTDAGAKRARRS                                         



>Crei_XP_001700338                                                              
MLRAKEHVAMCTLAASVKNILVRPDPVDDGETQVLATCDQGLCPLRGVSGTARSGFFLGEPLRLYRAPVGAEEGSQLFRG
DIAVPIWDSWSASVYFKSGCAVFRLVGDQVTLVAGNPTTAGEEDGPGPEARFEAGHLPGQPGQLASDGAGSIIYAGGETL
RRIRLPGAWRAVAPVVAAGGAAAGGADGAAAAADGAPDDVALVATLGDLALYHVDTQSVAYVPAPQPPQPPPQQQQAGGG
QDMMVGREDGRGDRAAFTGFVGITADASGFVYLLDKQPTEGRLRRVSPDGTVTTLVQGLPACLCTPTILPNGYLALGTGT
ELVLLDLGLKPLLPQLQPPPAAGAAALVAAAPPPRSLPSDLGALLEAASDGADTAVVVGGRRFHCHRLILSARCDYFRQR
LAGDGFADARAAELELPDADADAFALLLRWLYTGGADIPAEQARGVAELADRLLLPELCDAALEVVASAAAADNVVDRLL
WAAACCDARGSGGGGGGGASSFARLLARLKGWYVEHHGQVAAEAGASRKRLAEAAPGLSVELTDALIAWEREGARERAKR
PRC                                                                             
>Crei_XP_001700099                                                              
MTIISKASFKTGMKMFTAGSYEWAIPEFERLTAADKQVSPTFVIGGSSWRMLCFPRQNATPHQNVSVFLEYPEASFTPNH
LSPTASFKLIIKNFKDPSKNFEKSADNTFKSHQEDWGFSQMLPLQDLNKESGYLREDGAMVVRVEISVPAPLPGGSYPVK
LSTATPGLSTDLLSLLDNPGTTSDLTITATGSELPGATGCDAGADARPQSRSFAVHRAILAARCPYFRTLFESGLADSGA
RELNLPDTDPDALRLLVRFMYGDGLAVTSREQAYSCLSLADRLLLTQAVELLREHLLSSVSAATFAADLLCAAGLAGEQT
LLRSLVARFADLGDDVPEADLKRVEAERPQLLLELLLSCRAAKRARTAMAGAPSLGRWRVGEGSRRRGAEMVVVEAEDKE
GSGQGGPPIMCGRAAAGT                                                              
>Crei_XP_001700012                                                              
DFEDPLSIAVDGDGNIFVLDRAADDDDDENIDCCIKSPPDATSDLTLHVGGRKFAVHRAILAARCDYFRQRLAADTFADG
AAAELELPDADADAFALLLRWLYTGAVELPAAAGQLQFIAELADRLLLPDLSAAATHKLLAAVTPATVVDAMLWAERQGE
AGAALLAQLKEWYLEHDEQVVATARDSLKRLAVASPDLMVELHVAKKKRPRAA                           
>Crei_XP_001699805                                                              
MIRDPTWCAWSQQVYLMDGQAVLSLNGTVLSLVAGCLRGGALDDDEAEAADGVGATARFSCARFVTSDHAGCLYLADCAR
LCRVTLPRSWRAADAPLGSARAADLGTQRPPAGLQPTRADGGPPRSLASDLGSLLDSPPDATSDLTLRVGGRHFAVHRAI
LAARCDYFRQRLAADTFADGAAAELELPDADADAFALLLRWLYTGSAPLPTEPAAMHALAELADRLLLPELCHEVQVHIL
ATLSPETVVEHLAWAEHLAGGGAPPTPDGPKDEPPPADLAAAAAGTGDTDEDERQAGSHGPNSIHAGRPQPPQLRHPNLQ
PQSIDATPFSQLLARLRSWYVARHLQIMEAAPDADVSAQPTDHPIAEEEPMPPAPSLHGHRTSSHFATGVVREDEVAEEH
EALGGLASTLAGTLHLGGPFAAAAGNGGGREEPDGADADGHGGGMGMDMGMGPRAHRDRKHRSEKPKKAPLLSSNWLKID
FKGNDTIIRVDRHKLMHKLGVQARDLRLLDLTSATPPAILDRDKAIIVNLWHIKAVITLDYCLVVSPDEGGELAAAFVAE
LKAKLASDNNPSTHGGGGAPSGRTYMGLFGTSSQVTASSGYSSLQLPFELKVLEVCLDMTAAHLDAATKALESDAYPTLD
ALTHKVTAFNLEKARRIKNRLVRLTTNVESVREVLERFLNDDGDMHRLHLTGAELSRQVSMKPGDLSRLSSGLLRNMSGG
APGGPPGAGGDASDSSSDSSSDSSIDEAETAAVEMLLEAYFMQVDHTFNRLQTVHEYIKDTEDLVTIKLDQHRNQLITID
LVLTSLNAALALMTAVAGYFGMNLDSKLQMRPHLFKAVVLTTTLGALALFVLFLFFTWRAKLLYFN              
>Crei_XP_001698726                                                              
MGSNNQLKLLDLGLQPLLPQLLPAPASAAAAAAAAAAGPPPRSLPADLGALLEDAQQPGGGGTADLTLRVGERRFHCHRA
ILSARCDYFKQRLAASGGFADARAAELELPDADADTFALLLRWLYTGDTDVPLEQARGVAELADRLLLPELCARALDVVA
ASVDAAAIVDSLLWAAGCCEARGGGGGFGGLLARLKEWYVSHHKAVAAEAGVSRARLAAEAPLLMVELMDAVLSQPDGGD
RKRQRA                                                                          
>Crei_XP_001698681                                                              
MDVSGAILLVDREDEQGRLARPAILPNGYLALGSHYGDTLLLLDMGLTPPDDTSDLVIRVGERRFHCHRLILSTRCDYFK
QRLAAGGGFADARAAELELPDADADAFALLLRWLYTGGAAIPPALALAVAELADRLLLPELCLAAQGRLMSGVQPSTIAT
ALLWADARAPASVRLRVELKAWYVAHYTEVRRVAPEGIMRIMMASPALALELMDATHEAARQQHK               
>Crei_XP_001698675                                                              
MDCYLSARLSPLIACSTAPASVASGIWAGRAKTLVVRLDVENTESVDTVLGVSSRGEAIRVGPSLRLAKATNPEEHYGNL
DIHSMTWDAFTSSFVALGGERSPQVLIMTPSGDDTLLVASLPSDLPAESGDGEGPRMRYDRVPDTLTSDGRGALYYLAWC
EVPNQSGVPFKQYAIRKLQLPQSMRRQPAPQQQAQTQGDAGGSTAGGAQAQAEGGPAAGAPARAAGGGITDRSWQLPEDW
CQAVLKDRGGIWGMLLAGFEEGTGGAAVDGPGGEAQFVGVMSNLAVDGHGHVLLLDKGWEPAPGAQGPTMGAVRRIRPGN
GAVTTVARLKCPAAHAVICLTGTGFLCASWADACDGTVFDLGLAPPAHLQQPQPAASLMRPLSANLADVSAADLTICVGE
RRFPCHRTILAARCDYFKHRLASDAFADARAAELELPDADPDAFELLLRWLYTGGAAAAIPAEHARSVAELADRLLLPEL
CAAALASVAGSVTAATVLDAALLGYRGNGIAVVAPLGNPTAARSAESAAVGASCVLVANQGNKTACIAAQQSGGSD    
>Crei_XP_001698661                                                              
MFSLSTTNISDVPLFWETVNLVYDSFTESFIVVTGACIQQLIPALHGEDDEPLVLAAVAGAILPVRVQANGRGNVAQFGK
PTHIATDGKGTLYVLDQANIRKLQLPAAARYQPHQQRQRINSMQVEVTTLSQQLPPDMTASGMVYVPAGESPGGSECLIL
AGTKGIYRLPLCNNDAAIEAGGKAGMQGSGSGAVAGGTGGAAEATTATGSLHRLAGNSDTAGSWGIRFDAFGAQAKMLAI
SSGLALTGDGRVVFLDYSATQRDTAVRCIRMSDGRVSTLYEGLDGQWQWPCLLPSGCLAMTSGKDLFIIDLALPPPRPPP
PPPSTGPPPRSLASDLGALLDGAAGAASSDLTILVGGRAFKAHRVILAARCEYFAKRLEEGAYADGAKQELELPEAEPAA
FEVLLRWLYTGAADVPAELAQEVAVLADRLVLPELCDAAQAVVLESVTPGSVAAALVWAASCVPGRGSSFEQVLRRLKKW
YVAHYDKVRSEARASVVALMASNPELAMELQEEVLGATERRVSKKQRV                                
>Crei_XP_001698217                                                              
MVGVHAALRAALYDAWSASVYVSLGNAILRLVESQQCEVVHVAGNASAGESADGTGDVARLECRFQTQLASDNAGRLFFI
DSALRIRKPDGTSDVAIRVGERRFCCHRAILCARCDYFQQRLAGGSFRDGLQGDIDLPDAEPEAFAQLLRWLYTGAADVP
PEHARAVAELADRLLLPQLCDVALEVLLASVSAEGVVEVLLWAAGAAESRGAGGCFGVLLGALKRWCVCHHGELSASVAR
>Crei_XP_001698083                                                              



MYPHQDKEPRTHISLFLEAVDVAAGAQPPTLAFKLYVKHWKDSNKDSICESKEPKTFNVRWGFSAFFPRAQLTTDSGFIR
RRDGALLLAAEIELPAGLAAAAGAAAGGSCRSSSSSAYPASITDGAARQDVSGDLLALLEKPGSTSDLTIVAIAGSDSGA
DTGGSGNGEAPAATWLKRKLVTDKGRKGGCVGSPDTRRRFDVHRAILAARCPYFATHFASGMGDSAARELDMPDTDPGAL
AALLRFIYGGELVVASRAQARAGLALADRLLLPKAVALLRAQLLASLCPSAIAADLMWAAGCGDQAGLLVELLDFAAEAA
DEVPQSDLQQLAAAHPGLTAQLFAASVRAAKRSKS                                             
>Crei_XP_001697641                                                              
MVFVPPHLAAVLQAGGGGAGQQGGSGQGLQGRRAANQGCLVFCTPLAVYRLPLPAAGPSSRAHHAQRRQPSQPQLQAQLL
AGVEWARGRTDGPPTVARFNNIRGLAVDAEANLYVTDECDDDTDCVRRVSFADGTVTTLVTELPGPFWWPTVLPNGYLAV
SSHEDGLLIDLGLQPLLPPWPPVVEAAAGPPPRSLPGDLGALLEDAQQPGGGLMSDLVVRVGERRFPCHRLILAARCDYF
KHRLLAPDAGGGGGDSGGGSGSGCGSSCGGFVDAREAEVELPDADADVFALLLRWLYTGAADIPPQQARALAVLADRLLL
HDLCAASQAVVASSVSAATAVDCLLWAAGAAEARGGADGCFGWLLEELKGWYVEHHEEVKAEADESRERLAIEAPLLALR
LADAVLERVGWERSAAAADRKRRRA                                                       
>Crei_XP_001697572                                                              
MVCCPGWRSQRERERDKARAREPPGHYSEHVGVYEWAIVDFAAQFNAAEEKAVLRSETFRLGSYDWQLQCTDDLKDDDSV
DEHEEVNEHIVRDPLFHLERIITEPQEQLRPTAAGGGSRLPPASAWCRVAICNHDDPVKDFRIYAEHRFGRGHSRRHCIK
YKRKHALLLATITKPGSGFLRPDDGALVVRLELWLEPPPPCAYPATLPEDLCPVHRKAAAGAAVASCYCGEAAAGLSADL
LWLLQHAESTSDATITAFTTRPPRESSGGADAAGAQGPGGGPAAATAVGLVASGSGQRGLEAEIACSSAAGSGGAVSGSD
LTVPATSVTPAPAAEAPASNAAALEVSRRTFPVHRGILAARCPYFRALFDSGMADSGTRDLTLPDTHPAALEALLGYLYG
GRLELPSRELARSCLQLADVLLLQPAADMLTRHLVATASPDSFVADLLLASGLGGEGEGGQTQLLTGLLGWRSQRERERE
KARAREPPGHYSEHVGVYEWAIVDFAAQFNAAEEKAVLRSETFRLGSYDWQLQCSDDLESDDSDDEHEAVNEHIVRDPLF
HLERIITKPQEQLRPTAAGGCSRLPPASAWCRVAICNHDDPVKDFRIYAEHRFGRGHSRRHCVESYGPEHALLLATITKP
GSGFLRPDDGALVVRLELWLEPPPPCAYPATLPEDLCPVHRKAAAGAAVASCYCGEAAAGLSADLLWLLQHAESTSDATI
TAFTTRPPWESSGGADAAGAQGPGGGPAAATAVGLVASGSGQRGSEAEIACSSAAGSGGAVSGSDLTVPATSVTPAPAAE
APASNAAALGVSRRTFPVHRGILAARCPYFRALFDSGMADSGTRDLTLPDTHPAALEALLGYLYGGRLELPSRELARSCL
QLADVLLLQPAADMLTRHLTYYWPRGSAAKAKAARHSS                                          
>Crei_XP_001697321                                                              
MSIDTGFLRCDGSLLLRLELQMPEKKQWSDDDDDSKYDSDEEEAYPAVLKEGSGGGSSIGSDFLSLLADPGPTTDLTITA
TAAVAGGVTGAGKEGGSKKRKADTASSNGGSTGASSSRFPVHRAILAARCPYFATHFASGLGDSNTRELHMPDTDPDALA
ALLRFVYGGELRVASREQASRCLALADRLLLPKAAGLLRAHLLATLSPATVMADLTWAAGLAEGQGQAELLTGLVDYAAE
QEADIAEEQVEQLAAAQPALMAKLFTARVQAAKRCRVWKAC                                       
>Crei_XP_001695493                                                              
MNQANRTMSQHAGGLPASDGRTDVMGSSSERLPAGSGSCLHPGCSGLCCLAKAPVSDTIVVSTAAPSAGCDLKLVCCDGA
LMASRCVLCRASSVLRSTLELELPEAGELRLPADKAESWRMALSLLSLEAYPLSLVTSDNVVDLLLLADKYDIPIVRGAC
AHFLHLNARQLSLVPPLSSASNLLTAASLVIKFVQPYPGLQQYGSTVQARLDDELAMLRMPPDGGCDLGAAGGAQYTDLH
TRGCRLCNAPMLPTHARFCNSCAYRKHKKS                                                  
>Crei_XP_001694726                                                              
MDITSPRDMAVASASGRQASEAPGTGPPPFSHSRLRSYASKVEGLLDPKMVLSSSVALAGSGLADPFPSASSSSASQQLL
TPKSARFAGTGGGSNGIAAARPGGHNQPSAAALGSNGQHSHQQGSQPQQPQQQPASAEELAAALNQIQTLKAEIAGVETV
LGYLKGNEAATTTMGRKAHKLPSQQQLRQRADALAGALDEALPPGSITAKYGTGAGAAVTGGLEPAFWSGGEARRDFDML
DMVQREVARQCEAARQVAASCSERGRIIDKLADRHAELYGAVAAAARSATEAQRGLSERLAGVTTRASEQATEIARLRSE
LAARGAEAEDLRQQLAETRTQHEHYVWDCEQELETLQGQSDILAAEVEHLHVRLAEAVADKDAALSRGLARLEADLEAVT
DERDDLSQRIRFLERQLHKLRTEMNTAVVTAVAEVQTDPVNWAAEEPEDVPDDVSDTPSLAEIRARYAAHGYGALSPEER
LRLGLPAHMDGEGGGKSGKGKKRKRALGHFQWTVNAIATMYYDKMKADARSDLEGNPRQRLADFAVDWHMTRFGLRNLAE
LNLLDLIASVRQHYKTAVRVRWFGQFTGLVEVGDQVDTTPHVSFYLHLLACLAAPNSLVSLFPDTAASGGAASEEAGGGT
PPVAVKAAVLPEAIKAIYRYLNEPESATAFLARACDPLTDPDSQTVPLDPLVALLMAEYQKRWERNAAHLRALFRAGDYD
GDGLIGYDEFVAIVRQLLPDSGDRAFTKMYGEAMRKLPAGQNLLDVETFLGVARAFGCDRWRIDAGPTASAYGGGPYGIV
TSPSGAAAGGGGLNGPSRSGSVLGSAPSMGALRARATSAASNLRRTESVVGLSEPDRALLRVLDGAVEGLEPPLEEQLTS
LLDKLRTSAAATAQRAEALTAATAALPGFELGGGPNAKELATAAAEDNAMVSVAWGGISKLEAQYSHFKTTYEDRTDPAA
AWLAFRMLLASLAAAAAGARVKPNPSNARSRPGSAKSQAGGDRHWAGAKALARLTVPAVPFRAGSSAAASRPGTNGSLAA
SGPSGLPGSPNELITSLEKVIWHSRRILKSGNFQEHHVAHTKLEHANLTQASDLTSWARAATAWLGAAMRLQAGDAAAAT
QQGGGIFGGVAARVSHARDSHRRRRRHLSSSENVFSTREDDGAEQLTLLVPVMRRLLLAQLLKAWLRDMRQQLPAEPQAA
QALAVLIRKLFEVHVGSVVQRAALEYFHISKAGGTSWTVAAKSNKCPRPAARGCRVKEFDDSCRWLNRTALLDVGVPQGR
HHKAPWGRYGHVDRSTEYATCAQRYEYVRRRGFVYTTNEYTLHRDLAPERSLDERAEVLSAEQVVERLQSPEGQDAWHSA
HLCPQFVNILTVREPRQRLLSNINFMLPFLQSQLFPIRKRNDTQSAAQVADFQAIFCNAPSETWETVVPPVADNYNVRTL
LGELGFHLPLWSVGPEHVAAAESQLLRFDMVMDLNAGSGAADLVQKQGLGWHVTLAEVHALDSSQRQDRVPCGLGNLTKL
LERQGPDQQWYSFARVEPPCHLDLSKLIQAGTKSFFNNPLLSDIVLVCPDGRALHCHSVILAAASRRLAAALKQGNWTPG
QQMPVKGVDSDALETLVYAFYTAECPLELARVPALYDAAIKLEVPSLAPALEQYTASALQPHNCCAVLELCLGAGVGPLA
ELVLEWIRSRVADVVPGPEFRACRLETAALICKDLAGRSQLVGLQVAVAWLTASSARGSLVGVFAEATGLAVDAIQAVAN
SGGALGPIGGLGAAGDLSSALMDGPLRLGGGGPGRDLDLPSLSMGGKGMCHVQGCNRSLAGLRDYYQRYKICEHHLKVSQ
VLKDGVPHRFCQQCGRFHPLTEFDGDRRSCRTMLQRHCHRRAKQKQELAEVLAQRYEEKQVAASMTAVMAAMARGTPAGV
PALPPMLQLQYLAGLPAAAAAAAGRDDGGAKDEDMDGRGGGGRSLPAGLHSPPSRAALTEAVQQRARKQQATVLSQSGLL
GLAGSGEGLPEGQLAAAMAAAAAGLTLGLDNLPAVGQLPGSGGVAERKFGDQELLTGGG                     



>Crei_XP_001694074                                                              
MGVGHIPSPPVAYKQPGGGAPPPSGRKQHGLLQTLNKLEQESEDRAFELIRLRTLVLKLEKEKEDAATVCQDMKRENAEL
QQELTKTSSELQRLKREHNELRCRQWLDNAQGLSHLLTPAEGDPGPPSPRSDTLPVDAPLGHQPITQSLSAIEESRDEET
ETSTTQGAPVASASETALTPRSKSVTTALSPLASGPVPPTESPAAEASSGLGRTGNSSSSTTAAMIARSQSAKARTATAT
ALGPGALAAAVSGISVTATPPMSPAVGTRGAAATTAAAGGTPLTPTAAHATAVSIAAAAAAGGVSGATPGTPVALPSQQV
QQARAAAAAHALLQDEIKMLTLQLADFKDRIMYLQQELTEEKARHDATIASRRQLEERLSEITSAVSGAAHGGGGSRQGW
RNSSGGGLGGAGAGGAGSRDLHRAQSQHAHSPMRPGGDQTASGHGDAPPTPLRDRTSGLSAVTEHSLSALQDLIAKLRDD
KDSGLAAKQKEADGLKQKLEAAQKEVETLKGQLGDAQRVIVEKLARAPSEAAVEALKLQIDKLKVAALAQHDTAIAELHR
GMRDMQERLDATSADRDAARREAAERGGELSVARAEAEALRAELETRSAELAEKATKLAAALEQVAAAEPSLAAMRSDLA
AATARGEQLSGQYAASSARADSLAAQLADATSRVAELSERLAAAEARLKDLGTTLAAREQEASSLRATVDAQEADVADLG
ARNGRMQGLIKDMAGQMEVLQGSLAKQTALVAKLEAALEAAGMQAAEIEDISRTQAIAYKERIEDTERKLSSTRLKLSEL
NRGGGGASSTAAMLASSRAELAGLFKKLKAVSQAYRLTLPTVLSKQLRGDGANLTELQLFQMLHAVLAALEAGGGVGASA
ASNASSSIGPPPGSAGPLPPPPLPLPANYDVRAALAGLGHPPAYDGSAGGAGPGPHMHRSPSFVGASSGGGARPASHQQA
LALAASGAAGSGGGAGDPGSPPSFGHGVGMGRSGGGSGNYANILQVSHDGSMAGGGPNSGGGGGNMRISGAGGGGGHAHQ
GQRGGGRDRQVTDTGSLKTQRGEHSRGASMADSVMEEVVAAVANDPYDSDDSLPPGLTSLLRRRRGGAAPDSEDGSTTPH
SGAAAAVGCVTASSGGPASRPATVSTLQLTLAAAPVGVAVDFQGFAYVADTGHCRILRVRLDTGEAVVLAGGGGYGHRDG
PGRKAKFACPMYLAVDARDSSLVVSDQHCLRRVASDGFVTTIAGSSMPGHLDGPAATARFYNLRGVAVDGEGNCYCSDSS
NHCVRLLHAADGMVSTFAGSPGQAGFRDGAGTEARFRNPCGIAINLQDGSLAVADAENNRLRRIDRERLVACLAGCGVAG
PPQPWPLEEMALSCHLNHPQGIAVTHRGEVLVVECAANRVRVISARLHSPHTYLAATKSTFVGDMCGLLAGGDGADVTFM
VSGEEMRAHRWLLAARCECFGRMLASDYLEGRTAVVEVRDCSAAAFREFLRYLYTDVLEFKGDVVLDVLLLGRKYMVGRV
FQHCCSQVRRGLCGQNALALLSWADEHRVEEIRPHVYRYVLQHLRHILRKYPATLSYLEARPDLLMQLLVA         
>Crei_XP_001693593                                                              
MSHIAAGAKAGALSHLWSCKCPDMATVTESVGLQFPEWGVSAVCLHPDNSVQVFFDFKERYNVEDYEPPKKPFSMALVGL
DSAAPSKGPPVPLALPSLTPRTYDPPYPHQVVHDPCTDLTYLLGPELGLLSLSRAGAVVQVLAPSVLLGMGVRTANGMVP
DGKGCLYIAGDWWTGKTDAAVDSTFPPGRAALVRVFLPGVCGREVASAALQALLPPEAGITAGLALHYPSGTLYLAADAG
VYEWVEDAPGGPGFRLLVRGEGRIDGWHEEDINGAMGLDGEWDGESGDLLVVHTILPVPDIEMADDVYDDGTRLDRGWLA
RVRRLPPQGGGHSGSSSGSSNRVSVTTLIRLKSWAELQQQPRGWSPQLRILPHGWLAITEPQADCREDFPLHRAVLAARS
SFFADLFGAVGSAASGGVVPLPEPYTAPVFRHVVAYMYTGAAEDWDAHTSMAVADLAHLLDLPELRAAAQRHLLEVQQQQ
QAGAAAGTGPAASGFNPAKVDAKVYLANERTLLTWMRQAAVETGGSGGHGVGAAAACSSLAAAGKVLVMEVVGAAARVSP
QELLSRLGGMALMLLGAGVAAAACRNYYLRVDMIRSGVGSDSSRWDSKVLPRLLTGCLAAVMLAAGGEVSLTNVAVAAAC
RGAGLGRRITVELLRRLGSGQGPTFLEVRVDNAAAQALYARLGFEHLATPPSGGQHLHTLSYHSDYVTCLAAAPARSLVV
SAGLRAEIFLLNIKVGRDVGRKITKLRGHQDTVRALLVNADGSTIISGASDGTIKLWDVGMQRCVQTYNLHSDSVWSLLS
PDDSFATIYSAGRDGALYRTRTQHRTSELLAVEDRPVTALALDPEGEPLGPGVSSRTHGLSSHMRNRMSLEANRQPLVRS
PAAVIAGVPALEAHEVLADRRHVLTRDSRGHVELWDVLTGAKVQSYGKRCGSAACPSLHVDMDAKRRELWEARSVPAWFS
ADTRLGCLCISLEPGSAFAAEEYAQQLEYSGVPDDCKLNSNNMNALVLTRHRGAVFADRIRMLGVSDSIVEGNQAGGSGG
FVAAGTLIDTVSFARARVSRNVAEQGPGGVLSLSIPPPGSQLLGHLFPLPGPDGSLPPPAPGTSAYYPDIWPNSSSLRPR
SPPRSFASVMCSRHDGQRWRRLINAFDGGEAEPGEVPTWVGDVVLRGANVTPKEAKCAFVLLPMEGSNLPSLMQSKLNAP
RILQVHKVAHYCCSKLQELNIALEVRPIYLRRPPAAAPDLADEPGVPPRPVLELTCNGVLVPFEMSLATVKKFIWKKSDD
LIFNYKISGPGAPRAHAPARTQQLR                                                       
>Crei_XP_001693015                                                              
MTVDAAGSIYVVDDDRRLHRVTPDGRAATLVKDLRAKNCRKPVILPNGFLALAAGETFYDDSAAAIVLVGLGLQPLLPQM
PAAAAATAVAAPPPRSLPADLGALLDANGGDGSSDLTIRVGKRRFHVHRAILSARCDYFKQRLAGGAFADARAAELDLPD
VDASAFAVFLRWVYTGAADITAKRARGVAELADRLLLSELCGAAAAVVAASVSPTTVVDCLLWAAGRCEVHGREDGGGAS
SGFGALLAQLKAWYAQHHEEVAAVAGDSRKRLALQAPDVMVELLDEVAAWQREAGAKHARLALLGKACS           
>Crei_XP_001692281                                                              
MAAHLACGLRQTCRAARSLTDVCWRRLLDHPAQLGADGLAALFSTLRAQSSLGPLRLACRATRAFVDANTHCLDLRLHGT
QPLRPGGWAALLARCGGAAEVRVRADPSGYCRQRKAAVREPGCMLGVAFGEFPTPATARVRTLEVDIHRGRYVESGGWTT
AGAAAGGGGDGDVNGGGGGGRVWWNPATALYESASSGEADPGLNTRRRRPLPRPAAAAVAAAAAGAGGRPTVSSSKASHV
QYTSLLAFPHLVHVALCGEWACPPEEPAARAVGAVLGSLPHLRSLRLGRFSAAMLQQLAAGAAGIDIDSSGGERGSGGSG
SAHHCRVDCVELRLMPPPSAAAAAGELAAAAAAAAAHAAATTEAIGQVAALLAAPRALHISAPLVASPGQILEPLLALDR
GVAEAVRELVMTHAPALSPALVPQLMAALPGLEALVVGRGCRQLWHNSHCYELVAGLAVAAAATEATEAAAKRPVGLVTG
RGAELLVWSAGPDAEQQPVSDGRGGGGVPAHLHSLPGAALAAVTAAAAAATDDPCAVQRACEAAAAAAEAIPWVAGTPEL
WVFGPQTWSALAFDTDREVLYGATRTEVYCAAAAGGRSSVSRFDSPARRTSLLGAAFIGSSGGGSHGIAAVQQAAASPGQ
GPFTGIRCLLPLPGGAGLLVGDGPHLRRIDPDGAVRTLLPHALRSTAAADGSGCGSGGGPCPLTSLAFVPGGGGAGGGTV
VAASAGCPRLLMCSAEELSLSYGHLEAVAALQRQAATAVAYSGRLMSALRQQASNNDVTAAADSTAGAVAAAAQNAAAVV
TIRVCAAGSNRCEEADCGGGSGGGSGGGGGGDGAPSAAACFVAHRAVLSSHSDFFKQLLALEPPSRGGGGGGGSSGGGGD
GSSFAEGGAAQVELREADPDVFARLLAYMYTGKQCALGEDLDLLQPAQLKAVAELAGRLLLPGAITLLQPRLLAAAATAP
ETAVAELVWAASHSLTGLVEELSGFVVAHAVSVLPATPQEALAALAAAQPELMAAIMQAIAVAVAAPV            
>Crei_XP_001692264                                                              
MVVHYFLKTAVPLNEPTGVTARLDASGEVQTLLTTTAGEFYPILGADNRAGLELGPSLQLFEASDSIEQPRRPFGGLSKW
VGSPTWDAFSHSVFFIHGGAILRLVGDEVSLVAGDVEERGEQDGVGPDALFSGPEFLVSDGVGSLYCADERSIRRIILPA
CWAAAAPPYPAPSDALASATGVGSGSGADKRPSVAEAGIALLRVAPDGAVTTLARGLARMYARPFVLPNGYLVLSCQSDC



QLLPADLGVLLEDAQQPGGGGTADLVIRVGERRFHCHRAILSARCDYFKQRLAGDGFADAYAAELELPDADADAFALLLR
WLYTGAADVPSAQACAVAELADRLLLPELSTAAQAVALTCITPANAVDCLLWAWGCCDEGRGGSFAHLLADLKRWYVRHH
EEELMAKMMQPHSTPPLQCCTTTPPVSSTARLFRAIYYGSCWESLARFMMHRLGRVVFAVLYPAQVETLLRTGVQVSAAA
DAFAVVVADVMLGKPTCQPF                                                            
>Crei_XP_001692162                                                              
RSSGISHERKVASYRCEAEFYKQHAPALIKASGLGVPRPLVVESTAHGWEFVLTDLSMDFPESSGCLDDSQVRAALDWLA
AYHAYFWEQPSAPAGLQEQGSYWYLDTRRDEFAQIGRSWSDLKAVADKIDARLKTSNNEFMTCIHGDMKSENLLFTSDGR
RCAAYDFQYTGRSYGVRDIAYLFASSVDSSDLDSRADDYLAHYHSALAARLAEVKGQAAAAEAIARYHPAVMRRHFDLAL
LDYVRFMAGWGMWALQVCSHRGQGGLGANDTAAAASAPLLERVAALAAAGVSCFDLDVVSTSDGKLVVGYGPHIAAALHQ
AGRPVKAGQQVESVPWSEYVQAGLTERYPQLAEVLEAFEKVVVQTGHKAAAAATTGSSSGSGGGAADAAGEAATGAKGKG
AGDAAAGGALGTDGAATTATAADTAGTAGSSSTGAAQGATGTGTNRDSAAGAKVTGTAAAGVAGANAAATGTAAAGTGAV
AGGDGAAGAGSAAAGAAAMDGGRHHHHRRRRRRRQLHQDDDAGSSTATATTTGSSSTSSSGSGSSSKARPLLLVEFKDGA
MSERSVAQLHNLTGGLGVEGFVGVWLVLRPEPHPATKEVDAYLRRPGVGLVKVLGLPDSSRLPNGTLAPLPDAEAALLQV
ADPFPAAAYDAYGPSARHSDAFLQRVAALASGTDGGDGAGAGAGGGGGGGGAAAGAERVRKPVVWWVVDSEAEATRAARL
GASAVVSNDPGAIGIATVWANGRLTTLLSNDQGQLFELMGTTSHQGLELAPPMALVAGPSTRHRHSLLYAATNGFYGAAF
DEFSLCLWVVDNCALLRVEMGGGEGGGPHAGTTTIHAVAGHVDQEAVRDGAGAAARFDHPNFLACDGHGRVFVEAGTSIR
LVRQPPSWRAYGSGGGYGYGGFDHYGMAGGATGSGWGAAADSRRASGAASADPGSAAAAAGAAGGGGAGAAAGAGAAGRG
EDDGADPNLDPEMEEVLVSTLPFEAPSTIKGLAYVCQAGGGGPAGGGGGAGAGGGGGGGGGGGAAGGPLGWQHANGLGGG
GAHERRASLDAVAGAAAAGAAAAGGTPPYHQRGGQQRQQPQPQQASLVFATRTALYRLPLPDSLTGELNVAMAGRGGGGA
GGGGGGGAVGVRGDGAGAAAAAAVAVVDGDGAGGGGGEAAPALPLPILLFQRLAPLPPQQQQPQQRWGLGAVLLAGHEHE
QGAVDGPGSAARFHDIWGIAADAAGNIYIVDRDEDAGSSAVRVYNPREGLVSTLVVGLDGRHGRPAILPNGYLALCGGEM
VQVLDLGIAPPRPRSAGAEGGERGGGGYGRAGGGGWGGHLQPPPRSLPADLGALLDAQPDGTADLTIRVGERRFHCHRAI
LSARCDYFKQRLADGAFADAAASELELPDADADAFALLLRWLYTGGADVPSDQARGVAELADRLLLPELCAAAQAVVAAS
VTAGTVVDCLLWAWGCCESRGPGGFGQLLGDLKGWYLEHHDEVLRVADASLERLSAESPRLMGRYVTIIRLDGKLACIDA
ICFHAGGPLGIGDIEDVNGRKCIVCPWHFYKIDVESGDKYYQTMEFKEGKMQAGEWKSYVQLSTYERRPSHADYVESDGY
AFDEKCGDRCLNSPPSANKLKVHSAGADGRKPPSGQVLRGQYRTSPAALALRRLTLTNVAQASQGTTSPRGGPPGTSTAP
GGASRVGASASVAASASGGTPVPNSPRSPRGVGGAYTPILAGSGFISPAAAAATAAAAAAAAAGAPVAAVSPAVPAAAAV
SPVRPALATAAGTGASAGASSGAGTMGSGAGMGPLAAPGFAMRMTQSAVMSPRAGTAGGSGAAAAAAAAAAGGGGAAGPE
ASGGSSAAAATAAAVLVARRSLGGSFAVGLDLLGGATAAGAGAGGFGAGTGACGAGGTSGASSGVTASTRSGIGSGIGSG
IGSCSGSGLTGNGVELAGVGAGGAGLAWGAAASGGGERISPARRAAVGGNAGGSGASGGGVAATAFAMAAAAVTAAAAAA
GLPMTHSGTLAGPVHAAAAAPVAAAALPSRSRSSVLASSVAALASGSAVFTGAGASSGAGGRAGGSSNGSGTPSRGSTAA
AAAVATAAGQAQGQSQSYSQIQGRGLGEGPARGAAVGVGAGDVESRFRGTGSRRRSLELQISRLRRSSIDDGCGGGAGGM
GAFAAAAGALDDDGPSSGCPSSLASPTGSFVGLPLGRPLPPWGSHGHGHQGHQGQGAAAAVAAAAQEDEGDGVDALVDED
GVRVGPPTSARSSSKGLGSWRTLPAAATPPMSWSQQQQSQPQSYQPQSQSQQQPQHTVSGLLAQRAQLLEELQAAHRREL
SLAEQLGRARADALEAQQQNQNQHQHQQQNLYQHQQGSNPFQHSSQPADTAAAAVAAAGRRADELAATVESLRAELASAK
ARAAEEVRRWRGRAVAAEEQLATALAQLGCLRAAAVGPAGGATVGGGGGSGGAGGNGLKSAAAAGDDWVQQQHGRQSGAH
SPPLLVSRSGSLGGTGASAGAGAGEAGRGGAGAGDGAGGGANGETATWWGAAASAAALDAAAPLAAGGASARAEVVVVSA
VSPCGSPRASGGRLVEAGEVRAGAAVAVSGGPAHPASSMRRSFSDLAPPPRHHHHPSEHPDGAGSLVAANATAAAAAAAT
GGPYAHGSASRTSYSHLRSPQLAESSSSPPDFSPSQAQTQRGTAGYKSSTVYGTATHGTPPYSPRLAPDSPAWPPRGLST
GSGMEPHAAATASASATAATAAAAAVVYARSSLYAPSASAAPGAPALAGGSAAAAAAAAAAAAAAAVAADAAASAAAAFS
DDTGAAPAWSRRATQSYATQRAPSAAGAAAAATAVRAPAAAAYAEAPGAATADLHGGGGVNGRREAEGGAAAAAWAPGLV
ETSAASWTAGSRAGSSAGGSAGGAAGGGSSLRLGVGDLASAGNDGWSIGEAEGGGGRGVKAGGQAGTGQVVGEGVPGGGS
ASVTSVAAEVERLKQAGNRAYTSQQFPLARHCYSCALDLMLQQPQQQQQPGSSSTTTGTTTTVSGSSRGSSNGSSTTSGR
AVAVLYCNRAAALLAVGQYADALADCCAAAAHDGAYARPWKRRADALAAVNAFSAAAAALERCVVLAETAAVATATTAAE
SGSSSGGSAGAGAGAGGDVAAAELPELRRRLQQYQALARAAGAAPGVGSGSASATALLLAAVSGAASSTPPPPPPPLVDH
YAVLGLQPQASAADVRTAYRRLALRYHPDKAAAAAATVTVATAGDTAAAVSSSASVSVSAPAAPPPPGGGVVAAAAAAEA
AVVVFPLVAEAHAVLSNAVSRRAYDLRRARAALGSSRNRQA                                       
>Crei_XP_001692154                                                              
MAWDSYSGSVLAIDGESIVRLIPPAEGGLDAECAWTACVLAGDRDDGGTPQDGRGKAARFAEARHLTCDQRGVAYVADGS
LIRKQPGGGGAVADLVIRVGERRFHCHRAILSARCDYFKHRLAGDAFEDARAAELELPDADPDTFALLLRWLYTGGADIL
PKQARGVAELADRLLLPELCARALDVLFASVDAGSIVDSLLWAAGCCEAHGGGGAFDQLLLRLKRWYVERAAEVRAAARD
SLRALMTQQPDLMLELMEASEQRAVKRARTK                                                 
>Crei_XP_001691885                                                              
MHLTYVKQPTKASQQIPAMDGPRRQAAPSASSLPSNVEMYSSMLSSANVELVLDGGQKRLRVHSAILELTSDVFRRMLSE
ESCVLGEQSGETIRHPQQLQLDDDSRDWEVVLPLLYPRMSPPRLDWTELRRVVAITKKYEIRLLRHACERFLEEAQLSAH
SADPNYVLTWLLVSEQLELGALFSKCLQFLDSHLAPRAPGFCDYCSTRSRSASAGSGAGSSSNGDPNSRIGCTCACAVCG
GSTLRRDCRCGRDVESMLPAGSGSSSTGGHGAAFGHGSTTAATYIGPTAGGSGSGSGSGRNYPGMPAPLAAAYEATARSR
YAAAPGPAAASGARRDLQLLYRRDGAAAPTAAPAAALRIQVHAPTAAALVQRYASPMPTRVHISVRSNGSGGSASSTGRG
VLTSPISGGSAAHARPLVPPPAPVLPRVVELVRGDRKHLVKLSVPTLVELLGML                          
>Crei_XP_001691135                                                              
MPVTAAAPAVAAPPPPRSLPADLGALLDAQPDGTADLTVRVSERRFHCHRGILSARCDYFRQRLVGDGFADARAAELELP
DADADAFALLLRWLYTGSATVAVDQACGVAELADRLLLPELLGVALAVVAESVSAATVIDKLLWAAGCCLAHGRARPAIT



RRCVQVRADANGNGNGNYGNGSNEPNNPLANGVSPNYRVPYNTNVNAAPRVLAPFLTNPAAQPSSAITPAIEGNFKATGR
TVVITGGSQ                                                                       
>Crei_XP_001690225                                                              
MDDPGPTCDLTIIATAAAAAGAAEGDSGGGGSGAGTQGETTGGKATGSEGQKKRKRGALTAAATVTAAGAGAAAAAGGAG
CTRSFAVHRAILAARCPYFATHFASGLGDSNTCELHMPDTDPDALAALLRFMYGGELRVASREQARSCLELADRLLLPTA
VGLLRDHLLSTLSTAAVVADLVWAACLAEGQGQEELLTGLVDYAAEQEADMPEEQVAQLAAAHPVLMAQLFRARVRAAKR
LCTASS                                                                          
>Crei_XP_001689973                                                              
MASLVYSHEWLISNFLKVEAQSVDSPSFKLGPHAWKLQLYPSQDKTHLSVYLRSVEPKAPRAVNFKFVLRNWQDPKDDFK
SADASYTYTDACVAGYGFPSFIPREKLSIASGFLRPTSPTNGGALLLRIELEYNTLPAASSAAADGSSGGDGGGGVYPAT
VCDGAVSAGSGDIATDLLSLWKRPGPTSDLIIIATAPAGAAAAVAANPTAEVLGTGAGAAATIKPTTATAAADGGGSSCG
PSNTGMRRFDVHRAIVAARCPYFATLFDSGMRDSSARELPLPDTDPAALEPLLHFMYGGGLTVTTRQQARSSLELADRLL
LPKVAALLRTHLLSTVTVASVVQEVLWAADAAQTELLTGLLDFAAEAEADLPERDLQQLAAQQPALMAQLFTAARRAAKR
SCT                                                                             
>Crei_XP_001689841                                                              
MPSSPRSPPTRREGSYANLARADAGEQMISTGGRIVRAKRYGGRFGNGFLDFLKTSELADCTVVGPNGQEYRLHSLLLAY
HSEFFRRALGSEFAEGAARRIVLGFEDSGDTWPLLIEYFYTEEITLTDANVLALFAASRELLIPAIQDFCADFAQNSLEP
SNALSFLRQAVQYNCDAFRTSCVTLVATSFNTCCGKSTDGLPVEVIQEILDHPQLFVQTEEQVLLFVQNYVRRHQLDDAT
VRQLFRGVRLPFLSNDRLAALAAETPGHGPPIEFICIPMELVWEELATNLTVCMSGDTVEGDADSILRTSSSDSDTGAGS
WFTVSSEDPSRPVWVEIAFPPCMRVVELSKYTFSHGMNMIAHMFPYGISDSSWFQMKGMSTHVSPGDEEPFTPLRTQDSC
QQHTEYVVTVDPAHSKQVVWRRLRILAGDENAQQQVRLSIRKLKLYGRVEDRDGRFVAVLQPRQAAPRLTRLWEVVLEEL
ACGNRALRYNGGGDGGDRAAAFSAAFDAIAPVLKCTGGDAWPVLMAHGSLPAAAALLVASSGDFDAQEVVIDFFAAWWSA
AQELQLLQPAAAELFGQRGTALAAAAAAALVVRLWGHEELAPSGRGRLKNSVTLRLNKVLIPTVFVDMVVNWERPALSDA
ELAKLEKAAQSNGLYLLRVKADKSELLSSVPASCLLGDKLFEKAEVAVDRGGQLLSFNYAITDCAKRAAGTATGASAPSP
SEEGVGTRPPSLPVRVVLPRPGPALLVPEFVGDFVGAKPRAPVQGQAARKGAPPPKDERTWLQKNWMFVLAGAMMVFNMV
MKANAPEAVVAARPFIGLVSRLVWPPSNGPPMRQTLRLPRELPVRPVVQVDALPGAGDGSGIDDNRQRMLKRVMQMAPPA
HDASRLCFGSGAGAAASGAAERWVPRAAPAADGAAAAPGSGAAAGAVAAPPLERALRNPAAWPPPNPSARHEGEQPPQLN
DLVHAVFQGSCAVPALLAHGDLADAASLVATLGAAARTVLCPRSQQQQQQLDALFMGETAVTAGILIESVVEQLCAALDM
QQWLPVLIFLAGHCVAADVLMMSHQAPAVGHNDPSTQAAGVVALAPAAPGVPGRPQCVDPAGRRQAVQQVQGGPVADTGA
A                                                                               
>Vcar_XP_002959617                                                              
MSSAKAGVLQLAPQTGEQAQCYIDLSRLLVTGTRSFYNNPTFSDITLVCPDGRQLRCHQVILAASSKRLASVLKQGGFTG
SKLPVQGVDSDALDTLIDSFYTGECPLTLATAASIYDAAVKLEVNGLPNAVEQFVSASLTPNNACLLLERAMGTKTGRLA
EVCLQFIRSRLADVVPTLEFSSANMDVVGQICTDVANNRHPPQLALQVAIAWLRGPPSGPSRTHLLPALADQIGISSDIL
QTYMRNSGNSPTAGGGGNGGGGGNGGGGSAAAVSLLGEPPSLDGSLSLSSLPLLQLLPAGQLQQLGMGGGAAGAAAAQLL
LGQGKGGAGTAALRSLLEEDGGGAAGGGGGAGVGSMEGAALAQRLGNLAGLRRDLEEGAAAAGGFAGALGSMSASGGGRG
KRARTEDSRRNSGWEQEPLTSSLGRGPSGDQLDMLLSPSGPGAGGGGGFGGAGGLGALLQGPQAAAYTADPPPRDRRTPQ
VKGVCHVEGCYADLTGLRDYHLRYKI                                                      
>Vcar_XP_002955801                                                              
MSSAGPGRRSRLSGFTSLLRRRGGGGGGAGGGGGGHGAESGDDSTPRSSDRSSVYSTGCGSVGGGGPSSGPLTARLPAVS
TLHIYMAADGVMGSSRRSNGSSSSSSSAANPGLYQQQQQQPHSAGPISAATGETAGGGRGSGGGGNGPSGVDGSGGSPPA
AAAVAAPGDSGLQAPVGVVVDFGGNAYIADTGHCRILRIRLDSGEAVVLAGGGGYGHKDGPGRKAKFSCPMYLALDHRDG
SLVVSDQHCLRRVASDGFVTTIAGGTTPGHADGPSGSARFYNLRGVAVDGDGNIFVADSSNHCVRQLTAADSIVSTLVGS
PGNAGFRDGTGTDARFRNPCGAAVNLQDGTLVVADAGNNRLRKVDRDRLTTTIAGNGTAGVAIDGDGNYLLSDLDNRCVR
LVSAGGIITTLAAQGIAVTHRGDVLVVECSANRVRVIAAKLHSPHTYLIATKSTFVTDMMGLLSRGDGADVTFVIDGEEL
RAHRWLLAARCECFGRMLSSDYVEGRTAVVEVRDCSAAAFREFLRYLYTDQLEFKGDVVLDVLLLGRKYMVGRVFQHCCS
QVRRGLCGQNALALLCWTDEHRVEELRPVVLRYVLQHLRHILRKYPSSLSRLEGRPDLLMQLLMAQAAADGGSRAAAAAA
AAAAAAAAPPLAAHSPPWRQRWEIRAVPVAAPAERVTWVNASHLIHVLSPHFDWRWGTGFAHYQEAMDAQSVLVEMEAAR
NAPTTTTGFSFGTTPAAAPAAPPAFGSAFGAPAAKPQTFGAAPSAPAFGSQPAPTFGAQTAGAFSFPTAAPAASAPSLFG
GTSAPAFGAPSSSPSLFGMSTAPAASAPFGAAGTTTGGLFGATNTAISVFGQPQQQQQQQQQQQQANMFGAAGQAQLAGL
VDPSGLTQDDAVRALTRLAAAYNPGSPDFRFQTLFVSVVERAEQRVKPPGYVDENRWRAALAAIKGPNNPQKLWPVVANG
FADLNTRSRMQADAVAQNEGRLRELQDRAAALSRRATGEFRSRMSELQREHTALSHKLLHVMRCMDALEGRLALSAGYNA
QQSRHQVAELGRHMTRLEEALAPAAAAAGLQRRLEVKLDERSQAQLFTVLRDHAEAVRQLQAVLKQDELDVEVLKRLTSG
GGGGGGMADGGSGVAASDLSSGTLGGMGL                                                   
>Vcar_XP_002954685                                                              
VRMPPPCLGADLAGLLQTGEGADVTLVADGEEFKTHKYLLQARSKYFHSLLNSSMREGRAGRAVVQDIRAPVFRALLHYV
YTDSLPEGMEDGNLETEMAQHLLAAADQMQLERLRSICERRLCETVEVDTVSYTLALADRNHSEDLKKVCLDFVARNLAA
VMKTEGYTHMVDACPGLQSDILIAVA                                                      
>Vcar_XP_002951988                                                              
MLVGQTAGTLLETLRSGLSNSSYNAPDKASLRKAAHSLAELCKQDEYIDEVVFEGAIEVVVPLLNAGAGGVRDQQLDEGL
GATGPSMQEELDKELCFILGLLAVKPEYQTRIAQSGALTGLVRLLKEHKLTSITKPQPGSGGVARRAADAITNLAHENVE
IKNMVREQDGIPPLVGLLEAMDVKVQRAACGALRTLAFKNEQNKNVIVEQGALPTLIQLLRSEDSGVHYEAVGVIGNLVH



SSQHVKLRVLEEGALQPVINLLNSDCPDSQRESALLLGQFATADPDTKAKIVQRGAVPALVRMLSMPDVSLREMAAFALG
RLAQNVDNQAGIVQLGGLPPLLELLESKHYNLQHNAAFALYGLAENEDNIPDLIREGALQRLEDCKEKLQASKDCVQKTI
NRLEQKLRPDNTAAPNLAAAKRALQSMVFLLRSNTKTVQQRAAMSLARLAPDEQLKAIFIDKRGIDVLLDMLMDPNVSHR
SHREAAAALLQLTKKLDAHLPVVDQLPQQPGRAERSVYLGSEYVNNPTLADITFNVEGRKFYAHRIALLASSEAFRAMFS
GGYREKDADSVDIPNISWHVFEAMMRFVYTGQLDVTPDIAFELLQASDQYLLEGLKRLCENSIAQSLTVESVMSTFEYSE
QFSAPQLGRRCLLFILEMYDDVSKVYDNTKDRAFYFDCLRRMVPCLKDSLYCGAGPIWDNSALGQAAGASSGGGAMQTGT
QVQVGRGLQAEGGG                                                                  
>Vcar_XP_002951740                                                              
MAASAIEKQPSGLITLLTEDGSELLVDKELLCSSSKFFAGMLTTCDTTRLHVEENREVMESVLTVMRGSPPANTFDTRST
ACWAIFKKILVVADKYDMSLVKERCEKWLVSRCLRGRMRSQSFKFQDVGEGFEWLAICQKFDLKDLGWYCAYDLGTQLAQ
GAWSRPLHECLEGVTCADMLKTILEAVQAAVLCSGPLGGVSSGATMGADPGMPGLGPE                      
>Vcar_XP_002951732                                                              
MADPDADREARGPLDADSDNEDGPEAPLQGQPRRERLERIALFDFLRLVAGNRDLQPGFRTVEELVNHLKANDTITSDAV
SRAMLACPRDLFVPPAHRGEALADRPIRVAEAGFNISAPHVQAVALQALALDQGQRVLDVGCGCGIVTAYAAYLTGSSGD
VVGIDIRDSAINLATSNLQRLIAHNIEFSEVSAPIRIERHNVFIPLQRHRGRYDAVHVGGAMPASRLGAILDLLGPKFPD
GTVRQRVLSQVSFSELEIPRDVEVVRALLEEQAEAARRVEVPASTFASDLAGLGAPGVDLQQAAQKAAAAAAPCSGPSSS
SSGAAAAVGGGTAPVSESSRRGATNGVRPRSQSSLEGDHTGPATLPPAHRASSKGSQLTGEAETAAVGAGAATSSATAAG
GGVGGHVGTGLASFVQRAGVGGWGWQWERPAQARTKAKGQDDEATRRSDVEMDEEAGEEKSQRAAASASAEAPAGPVQME
KAEEEAEVEALERRGGGSGDGDGDGGGLPYLAGVAEVLSLGPTDCELEGDGWRLPAHKAVLQARCELLRAQLSSGMRDSD
TTTYRVPEAVERRDAVEAFLNYVYKDCLPDDVDMELVPQLLHAGIYFGCHRRVGGGEEAERAQDTRALRSWNAAGREEGL
VRLCESLLARELVAAASSSSSQDAAAGAGADPELLEAAVAAAGPLLALADEGGLDQLRRVAMQFVLDHFPAVSVSEGYRQ
LPRPLVDEVAREALARYNSLLQQLAKLGDTTQGLEDADD                                         
>Vcar_XP_002951420                                                              
MSVSSRLLSLAASEELQAKGRPPRTKRYGAKFATGFLEFYRQSEMADCTVVGPDGREYQLHGLLLAYHSEFFRRALSSEF
KEGQARRIVLRFEDSGNTWSALIEYFYTEEILLTDANVLALFAASRELMIPAIQDFCADFAQSSLDSSNAIQFLSQAVQY
NCDQFRSSCVALVAQSFNTCCFKPTDGLPVEVMLEILDHPQLYVQTEEQVLLFVQNYVRRHQLDADTIRALYRTVRLPFL
SNERLAALTLGSVCGDGGIRGLGKGGDGTDGRVDASGVVVAVAAGGPMGQGPPKDLLLAAMAQRLCWIDHPERLPPAAGG
GVGGGGLGGGSAPGDSSDSGGGGSGNGTGTGTGASRMLGGLLGFANGASDINGDMAGVTAPRKTYCCSIEYGLPGGSEYV
SIPMEAVWDDLAANLTVRVSGETEGDPDSILRTLDDPASWFNVTGDDPLRPVWVEVVFPPHMRVVELTKYTFSHGMNMSA
HMFPYGISDSSWFQMKGMCTQVVWRRLRIVAGEDGSQQVRLSIRRLKLYGRVEVSLLREPDGRDVVAAWRRRKEADTELV
WQRPALTPDELALLEKSASSDGLYSIRVKTDRGTLLSSVPAKCLLLDNLKEQVELQAGHDGFIESFNYGVESCSSAGAPG
AAASGGGGGGIPDGSGTGVGPRPDRLPVQVKVPAQGPTLLMPEVLGEFSDVYVDATEAGSVGAAAYDPNAKPRTLPSGGA
GGQAGARRGGPPPKDERTWLQKNWLYVVAIGMMVLNVVAKANVPPPQQGGPGAAPGGGGGGAARRS              
>Vcar_XP_002950531                                                              
MPECTSVDDVQQERGPDGELKPYCCQVALHRAVYDPYSKAVYFVEGRALMRLGPDNVVSPLAGHREQCGTTDGPGPGARF
QLPQTLVCDGTGNLAARGSGVSAAAATVVAAATLGAGFRTCGGEEVKRLREILGDEKIAVGGKMAIVRADWYTGPGSFVD
VAYDIINRRLYAATIHAVFHIPEDGRAPIRIAGSERPRTGTGSGFGSPQAAGPPGFAHSASNSGSSSSSSGSGPLATAAA
AAAATAAAAAGAAAAATGGGGGATAAGGFFTCISGIVADLDGGLLIADRHQVFRLEAAGGSFEAVICLGKSDTSWGGVGA
YPVIMPGQGGWLALCQYHHKRVLLLQLGLRYSRALFGGGTVQLPYGRSYPWQLHHEGVAGLVGDLASLLAFPGGSEDVEV
AVGGRSFLCHRLILAARCLYFRRLFAGGFADSGARQVVLQDADADAFELLLRYMYTGDMGFPPHMLRPVAELADRLLLSQ
VVHHVHRRLLAAAQPGSVVDDMLWAHQHGFEDLLVVLKEWYLSHQAEVLAAAGDSVRQLVVAAPSLMYDLHCATVRQVGR
RR                                                                              
>Vcar_XP_002950348                                                              
MAAVAGDDDVVAARGDGAAVVRAAVAAEQDVGEVEDLPAHRVVLAATCEYFRALLTGAGANMSDMATAAAAGQAAAAVAA
AAAAAPLATAMETAAVVVSLPGLDGWALRLAVGALYERRVEITADNLEGLISAASYLGAAALLDACTAFIRSSVGLSTCL
PLLLLSWRYQLSPLRDELLGEMSYVCRRFSVLVRMPLSNDSSSGGDVATEYEYGSAGSDPDSVSEVLRLSSLPLELLLEV
LRSEELLTECESDVLQCALEWLVEQELPDGPQAPYTDIGTAVGGAAGGGSSSLGDSVKPGSSNGCSNPQPPCIDSCKPCD
GTSRISDTASAARELVRLVNWDCLPDPPHLHMTRGSLAAQTRALALLLAAYAEEHLRAPASEALSTTAAAVVTAAAVIAA
AFAPAEGAGGSAVPPPAVLRLRRLLAELQAAATAVDLAPHGPATESTAAAAAAPSPPSAGAVAAASLAGAVASNGGGGIN
GALRRIGAVVSSDVESRAYGGIGGGSGRRRRHLASCLLAAGGHDASWRAVKAVEVYDPRTDQWMTGPSLLQGLSFTGAAM
VPGSGFGFEFGSGIGSTRGSCGAVYLVGGTPLCSSVWRLPWGGDGPMGRGWEPCPPLLMPRAHAGVVAVAGTLTVLGGRS
QVQQRGPDMVLPRSAHACAVLGGRIFALGGAAGGGARGGGGGGGGGTHRSGEFLDLGSGRWHLLPCDMSTERKYTAAAAH
GGRLYVCGGVKDSRTRLPSLEALDPREGRWATLEPMTVPRSSHSMAALGGHLYVAGGQCSSVDIRPPATFTSAAVGIGAG
GTPAATSAAAAAWGWGPARRTLSPPAFPGGNFSALGSSPPSLPYGHVSAGGSGVYGSAPGPGGARTAAGLLGLGLGGGGA
AAAGAIGVAVGSGGGGGCEDMTVLSAVECFDVAAGRWRVAAPLSHGGRAGLALSATLGETNCELTNDGRRQLRPWTVGSQ
LLFTAPPGTAKYLSRPT                                                               
>Vcar_XP_002949882                                                              
MDRPPAPLQVSGRLIGGPPYGRAGAPVSFDPSAAVPGPLTTAKAPHAKDYGSCFSEGFLQFLKSGELADVVVDVVADDTT
VIAATSSCPTSCSTPVLAASTSLPPPASALPTAFPTSLSSSLSSLASSPFLASAATCGNATTAAAPAPALAASSSSSVSS
PIYGLGEYRLHGLLLARHSAFFAAAFGQDHFADSAARRIRVTLDAAATPAWPALVEYFYTDRVRLDDSNALPLLALARQL
LVSELDSYCMDYVYGRLCVANCLVYMRAAVRFAFHDLHAECVALAAQGFPLLYGSDLSGLPPGSLLEILTHPELQVHCEL
QVVEAVTRYLATTAVSTESQRALCSQIRFPYLDNATITRLAVQPGLVLAAMTGGQQPSQDVSTAAGTTTVATTAAAVADA



PPTRSEHSVGIGDFEASSGPDAPTPIISMSMPTPTPPADAETGPGNRRGLDASESMPMAAADAVGRRSSDGAAAGSSSSA
VAVEGDIAAGEGTAAEDEVYGDGGSGPLAPHAAATDGDSGGLLSASSSAASSPRSSSSGGGDAAAAAEGHSLPYNTSRSD
PSSYNCRHEQDLRRQQQRCGADGQAVAPPAAVQQQEEQQQHHHHHHHHHHQQQPLLPRDLTLEGAMARLAAMEYHNSLPQ
IQNQFQYYPYGSGTTAGGTPATAAITSVAAATGSGRRPLAVFRMSGDPQQPTAAPPGGSGRPHPHALAHGLYYSHPAGGG
GGGGAQMPHHPAHVAASRGATSARGPGNGIGGVANQLAPGSGGGGGGGGGGAAAGGVTLDAAAAFAAFCLPPPRASYCCN
VVHGLPGGCAWVDVALEVLWERLVPYIHVQVSGCVEGNPRNVITSDPDCFFETNDSSDPLPWVEVHLPHNVHVLQLHRYT
FLHGHRRAGYYRARNFKTQIAVRTANDIRSPAARSSSAGGGGGAGVGAAGAANPAAAGAAGGGQRPGQVQVFFHGSGAAG
PHVGAPLPPASRYVDLTTRMADQFEVGVLAGAASPPGPWRVMRLQATGPQEDGVHRLCVRGLKQQQQLPAAAAAGPGLLA
AAALQGTDTALAAALPATAAAAAAASFTLGWPGTKHTEVLFRGI                                    
>Vcar_XP_002949057                                                              
MEFFVRFYDSYLFRVTELQEVKHTRCNQRQQMEIRGKACQQSVCGCSPRTRDVGFPPCSMNRIGRSADNKLSKSTFWSRG
QSRCEQTTPSPHQQHQQSEHQLQILIFLRDEIRELQPGNAVGDGQPPLQLGPKLPLAGGSGPYNAGLAVFEPISGCVYYL
EGSSAVMKLDCNDAVHLVAGRDGCRKGRWRAPYCWSLLARRRRRRRRRRRRQRPPWGEDDGPGVAAHFSQVSALAADGKG
AVYIAEPDRIRRLDVESGTVMTLPNSAPPAMHWTALSYNADDDMLVAATPYAICHVALPYNEGSCGLDGGEDNESSGSGA
GGGALPPRLVAGNWGSYGRADGAGTAAQFYNINAILSGAGRNLYIADATSLRVMDCCGYVRTVLSRGCLPYCCSFMTALP
NGDLAVSGFSYTNPAIIFISDGSFAPAADALGGGLQSLEGGQPPLRHCTGRKATAGRATGAAAELFELLSTPLTPSMIAP
GGGEVYVGLGRHDGGQTLTILVGAERKSFVAHRAVLSARTGFFRELLSPRRLCAMAIASGDGASGSNGAAQAGADDAAGV
FVLPDADPVAFGWLLVYMYCGELAVPDELLDTAADLAERLRMPAVCLAKLQERRLARLPKPASMVSEVASTRLIPSLGSC
VMLCGIWEK                                                                       
>Vcar_XP_002948986                                                              
MSNTTSGTDDGALQFGWLWLNYQEGDEDSEGALSSGLTAPSPIKRACTPAVPPPAAVAAVAPPVHDPDGRTAAAAPVADR
LQWGEDDDVDANAAAAAAAAGAGRGGGGGGSGESRNMRITSLQSRRVAPAAAAVAGAACGSRSGRVSGVMAGHHNGNTTV
MMPPRAGGDGGGDGGLQRGANGHVHNVSFATISPQTSQQSSGPPAAAASLSAPTEAAATRDGVGRRDGPTGRRPPSSGSR
SVSGSSAGTATARNSAAVAAAPSGPGLLSAGSATGEQLQEGPSSASAAAAAPTRAAVAAAAAAEAASTDEVSPQRPVTSD
DLFHGGSDSGSGGRHATGHAVDTLPSRDQRSPQPPPPTAPPPPTAPAAPLTPGSDERTSPAGGAGVGAGGEDQGGRRGRR
APAGGADAAGYCGTAAGRRRSGAVDRALWPARFSGDGVGGAPAGPTGHAGGDGDGGGDGGERRHGEMASPLVTAAAASGA
AAAAAEPDAAGTESEMAAGEVTAASTAATAALSSTSAMSVAATERESVAGGGGDGGEGISYSSSPQWGQLPAAAARRHAA
GCGSASSARSRCTEARGDGEAAGEARLTRAHSAPAAAQHQDIAAVLYDPIMHLELDDDGGDGSAGGGGGGGGSAAAAAAS
GREAADALEPINRWPADDDTLPCGEAESTAAARELVPYSGSGAGAASRWDSWTSGAGDGLDGGAVCWSGGGAAPTTRNLC
RSAAATRAAAGAGAAATARPSPLPPQRPRPVRVYPVHAAVLAATSDYFRTLLQNWTDSVAAGDGGGGGGGGRRGVLKMFV
DADHVDIAEMMLKFMYMGRLPPGLSPSQLLSLLVLADQYAVGRLLAAVDTAFAGLSLSGLYLEQLLRLYELPEVLLAGGA
LNSALSKLVEKLVSELGDLELVMDCPARRAQLLGLPYEAIRLLLQSSETRVWNENTAVAALVEWVAGPEGSTASLEQRRQ
LAALLRLQHCTHSYLSYILPMRVTFDWSIDFATLQQLYADSRATRSLQVVTSEPAFFGGFHWWLRYDLDASQARALYTSA
PPICTPAVCGFGRQPPEYREHMGLACNVKLAGKKHSLPCVKVKATVCARQDAGVLGEGSYSLRKSFSYHVMNACPVGLWG
FFGLTPDRDEAAWRRFVFEGRVWLRCSIEECQ                                                
>Vcar_XP_002948739                                                              
MTCPLSWVGGLRVARLFPDVVLKAFGKAYPAHRVILASQSAYFATLWSWVSWQPASGRGCYAEEEWSSLPSHDLVLGEDV
TQKGFEWILEYFYASPTVIITSENAFDVLAAAHYLGVIAVQTACVEFVAQHLDPHNLAACLLWATRADHGEASDMLASSC
RRLLALRLPQNLSAWAPALARIEPRILLDIMSSDHLAVPTEYDRYELVKEVAKICAAAAAAAPSGALAAAAATTAAEETA
GGGAEGGADGAIGAGGDGHSGGGASGTLEVQRMLTSALRLSDEGLAGHLELARSCSSAGLPCPGLPPTVAAAKEPATAAA
SASAAVDCTLPRRCLSSSASLGSVAGDADSDASLVGSASPAASALGTSSSECTSVDVASVLTSSQASSRSTLRLCELAVP
TTPEEHRIEDAVTDTAGKAPCKNATVVVATAAVSSPPLRSHKTQGSNDSSDVVDVPQRAISMVTAGSSVAATTAAAAVAA
CARMLLHEAVRYEHLTVPQLMAVMGEGLVPANVLHTALWERTRLDVEVHARSSQAAAATGERAGTHSIAGGAGGGSRSGR
VDAAEAVPVGALVRPLRFRAFRMCWRLPCGALRKLQPKDVLQSDLHQHAGSLWHLRVCCSDRSRDHLGLFVGRHLAGAAV
GNATGLLRLWQGARLSPARQMEPAGREAGGQQPHRLRPGRRGRLQPPQEHPLIDPVPPPPMQQWQQRQHAALSRPFFAYT
DQNASLRGRCRLSVFQSDNTALQGRLCLGDTGDFTADFAAGGYFGQGQLIARADLARLPDEQEMLVFMSLQVPVDTAE  
>Vcar_XP_002947391                                                              
PQLQHGNSYHNHYHAQQQQQQQYQILVVCNGGICPLLAACDSVDASSSPKLGSPLTVTGAMTSHISRVLDATFEPRSGMV
VLAAPKALISLDARNEASRLSGQLKGWFANSCDGVGDAARYTSLQRIVASAPGYLHIMDDQGQGKTYLRQVHLLGGSCAV
STLMPGDGVFTYDRSTGSVLYVTDYRTINRVTAQGLLEPVVGHEGCSYDGGVVACRASHRVDGPIGLARFVSVIDITADE
YSSSGTAGSAAMEPLRIAAESPPDVVIIAGDGGTSFPAHRAVLSARCLYFRKLFSASFGGGGGGGAASSGSDDIVEVPLR
GTDPDALAVVLRHIYTGSFEHLTATAAAAAASTSEPLRAVAALADRLLLPQLCAHAQELLLRDLAPDTVVSEMLWAERAG
LQTLLAQLEQYFVVHAAEVAQQAPQSVDRLLEGGNTENPG                                        
>Vcar_XP_002946947                                                              
MTNMEQITLSTERVTAVFVRKLPGGAQQALVCTERGIQPLLGLEDDAAGATEIRLGPPLALMERTADGRSLPYTWSPPPA
AGGAGDNDRADGAARAPVYAVGDVGPVGDGCLCFVSTYDTIVRLDADGHVELVAGQPGCPGRRDGPGGAALVRSPLVMAP
DGTGGVFFSDGSRDCVRRARLAAPPPRSAAPPSPVLPVTVATLPFQIPDWSLVHALSYDYAAQVLYVCTPRMVYHAVGVG
TASGTAAPGLQPVAGGEEGGGSGCVDGVGRAALFGSICDAVVDSRGSLYVIDMEGPGGGAVVRRVDPAAGGVVQTLPSAS
LGYLDRAVRLAILPGGWLCLYEWGGNKLWMLQLGLEPSRPGVRAPRLAAAAAAPAVGPDLGGLADDFGALLTDPWHIADV
IILAGDNLFPAHSQVLIARCEYFRRRLLQTGNPQDHVPVAAATAAAAAAAAAGSGGDGSGADVAAAAAVRLREVPLADAD
PEAVAQLLRYIYTGSVDFPDLLLRPVLELANRLLLPRLAAAVQQQLHQKHPPMQPPPAAVYDTAAGTEAEAPVPPAPNSA
VHVTSGGDAAGLQGDAPGALHGAQVTSPWGSVGPTAPTAAMAVPLPLAEEKEEKEEEEKGDDDDGNAPSAPPAEAGQPLQ



PLQTQQRPSQPLSQPQLQPYTSYCYTHRPVAVTTEGTRPTAPSAPAAPPTFLAPPTAAAYGATQQTYNTVPGQMYGTAPP
LPSAAFSGGPSLEAGGYGFVQPTIYGNTELSHPYGAHGLSYTPPPVSSSLGSLYGSATTAPLPPPPNAGYGMPLPLAPAC
QPSSSYPMPGYPPQMYGDASHPHPHPQPPPPPGGGYYYPPFR                                      
>Vcar_XP_002946300                                                              
MPGTSHTQYGMCTEKLFAPVTACPLSPGYSQGTLASSCLVSACLASVGLGTDRRLQYCLTLDSIIGPGERTTPMSTAASE
LKAKVNLVAGDWQATGNTDGPETKARFTRITAILAGVHRQLYILDGDKFRIMSASGYVSTALTGLPTDQCSIAALPSGEL
AVGAKGSRLRIIRGPQLGPSSPTSGGIKASHSAPRQRPSAALSKLHRTLLLCATGADVNPATVNIHTRDGTVFVAHRSAL
VSHSQYFEKLLVPGGGFADSGAEDVKLPDADPAAFQWLLAYMYTGELYMPDKLLRPAVLLADRLLMPQYCVGQLQKWLLA
VVTPQSVLSDLLWAEQHGMTSLVPQLKLRLLRQKKSVVLGEEDLRQLIVRCPCLVADLIREP                  
>Vcar_XP_002946298                                                              
MELTDVRYPVYEPTSDCVLFVKGQAVCSLDSNNVVDLVAGNMLARGFLDPWDPYTEQETDCSGDGYRGEARFSTITALAP
DGKGSVYIAEAERIRKVDLLSGQVTTLPGSAPPTGYTWTGLSHDDDADVLFAAMASAICRIDLITLTTTAASAHVSDANG
EECTTPMSTAAGELKAKVNLVAGDWQATGNTDGPGTIARFTHIIAILAGVHQQLYILDHDKFRIMSASGYVNTALTGLPT
DQCSIAALPSGELAMGVKGSSYSLLRIVRGPQLGPSSPTSGGIKASHSMPRQRPSAALSKLHQTLLLCVAGADVNPATVN
IHTRDGTVFVAHRSALVSHSQYFEKLLVPGGGFTDSGAEDVKLPDADPAAFQWLLAYMYTGELYMPDELLRTAVLLADRL
LMPQDCVGQLQKWLLAVVTPQSVLSDLLWAEQHGMTSLVPQLKLWLVRQRKSVVLGEEDLLGEEDLQQLIVCCPCLVADL
IRMP                                                                            
>Vcar_XP_002946297                                                              
MILRCLCRYTPQETVCISDGYRREARFSAITALAPDGKGSVYIAEAERIRKVDLLSGQVTTLPGSVPRTGSWTGLSYDYD
ADELFATTASAICRIDVITLTTTAASAHVSGANGGERTTPMDTAAGELEAKVNLVAGDWQAAGNTDGPVTIARFTRITAI
LAGVHRQLYILDHDKFRIMSVNGYVSTALTGLPTDQCSIAALPSGELAVGAKGSRLTIVRGPQLGPSSPTSGGIKASHSA
PRQRPSAALSKLHRTLLLCATGADVNPATVNIHTRDGTVFVAHRSALVSHSQYFEKLLVPGGGFADSGAEDVKLPDADPA
AFQWLLAYMYTGELYMPDELLRPAVLLADWLLMPQDCVGQLQKWLLAVVTPQSVLSDLLWAEQHGMTSLVPQLKLWLVQQ
RKSVVLGEEDLRQLIVRCPCLVADLIRMP                                                   
>Vcar_XP_002946295                                                              
MALTNMRYPVYEPTSDCVLFVKGYAVCSLDSNNVVDVVAGNIYTPQETVCISDGYRREACFSAITALAPDGKGSVYVAEA
QRIRKVDLLSGQVTTLPGSVPRTGSWTGLSYDDDADALFATTASVICRIDLITLTTTAASAHVSGANGGERTTPMDTAAG
ELEAKVNLVAGDWQAAGNTDGPGTIARFTHIIAILAGVHRQLYILDHDKFRIMSASGYVNTALPGLPTDQCSIAALPSGE
LAVGAKGSRLTIVRGPQLGPSSPMPGGIKASHSAPRQRPSAALSKLHRTLLLCAAGADVNPATVNIHTRDGTVFVAHRSA
LVSHSQYFEKLLVPGGGFADSGAEDVKLPDADPAAFQWLLAYMYTGELYMPDKLLRPAVLLADRLLMPQDCVGQLQKWLL
AKVTPQSVLSDLVWAEQHGMTSLVPQLKLRLLRQRKSVVLGEEDLRQLIVHCPCLAADLIREPVAFRDTCLASAGLGTDR
RLQYCAALDNIIGPVSMLGRIRHKEVV                                                     
>Vcar_XP_002946294                                                              
MELTYVRYPVYEPTSNCVLFVKGYAVCSLDSNNVVDLVAGNIYTQETICSGDGSLEDARFSTITALAPDGKGSVYVAEAE
RIRKVDILSGQVTTLPGSTPPTGSWTGLSYDDDTDELFATTASAICRIDLITLTTTAASAHVSDSNGGERTTPMDTAAGE
LEAKVNLVAGDWQATGNTDGPGTKARFTRITAILAGVHRQLYILDHDKFRIMSARGYVSTALTGLPTDQCSIAALPSGEL
AVGAKGSRLTIIRGAQLGPSSPTSGGIKASHSAPRQRPSAALSKLHRTLLLCAAGADVNPATVNIHTCDGTVFVAYRSAL
VSHSQYFEKLLVPGGGFADSGAEDVKLPDADPAAFQWLLAYMYTGELYMPDELLRTAVLLADRLLMPQDCMGQLQKWLLA
KVTPGSVLSDLLWAEQHGMTSLLPQLKLRLLWQRKSVVLGEEDLRQLIVRCPCLVADLIRELVVMP              
>Vcar_XP_002946292                                                              
MLTCQIIYLYTHARQFPDDAVLTRNALLCYNPPLPLRRYTPDEIVCSSNGYRGEAWFSAITALAPDGKGSVYVAEAEQIR
KVDILSGQVTTLPGSVPRTGSWTGLSYDDDDDVLFATTARAICRIDVITLTTTAASAHVSGANGGERTTPMDTAVSELEA
NVNLVAGDWQAAGNTDGPGTKARFTHITAILAGVHRQLYILDHDKFRIMSVNGYVNTALTGLTIYQCSIAALPSGELAVG
IKDPRDSPLRIVRGPQLGPSSPTSGGIKASHSVPTQRPSAALSKLHRTLLLCAAGADENPATVNIHTRDGTVFVAHRSAL
VSHSQYFEKLLVPGGGFADSGAEDVKLPDADPAAFQWLLAYMYTGELYMPDELLRPAVLLADRLLMPQDCVGQLQKWLLA
KVTPQSVLSDLLWAEQHGMTSLVPQLKLRLLRQRKSVVLGEEDLRQLIVRRPCLAADLIRELVVMP              
>Vcar_XP_002945940                                                              
MYAVSSTVANPYSHYSSNQWPGAVVRPSNAWATQTQTFVFNDRGVHELQHCSPESSGSRGGGSGWRYTSSSDVKLSTALT
DVRYPVYEPTSNCVLFVKGHAVCSLDSNNVVDVVAGNMYTQQETVCSGDGYRGEARFSAITALAPDGKGSVYVAEAQRIR
KVDILSGQVTTLTGSTPPTGSWTGLSCDDDADVLFATTASAICRIDVITLTTTAASAHVSDANGGECTTPMDTAAGELEA
KVNLVAGDWQATGNTDGPGTKARFTRITAILAGVHQQLYILDHDKFRIMSASGYISTALPGLPTDHCSIAALPSGELALC
TKYSSLRIIRGPQLGPSSPTSGGIKASHSAPRQRPSAALSKLHRTLLLCAAGADVNPATVNIHTRDGTVFVAHRSALVSH
SQYFEKLLVPGGGFADSGAEDVKLPDADPAAFQWLLAYMYTGELYMPDELLRPAVLLADRLLMPQDCVGQLQKWLLAKVT
PQSVLSDLVWAEQHSMTSLVPQLKLRLLRKRKSVVLGEEDLRQLIVHCPCLVADLIREPVAFRAIVSSLWRRGANSDAVA
AHPAAGGGVCTHRRCWHEVETEDTTTTRGLIVAHPYGRPVVFYPFRTRTSTTCTSSRSYDCLQITQLTGKWMDWVNCIDR
FGRRQPAAAAAAAVTAQQNIKGVVGRGMLPSGRARDSLLGLDVPQNAEGFATVGRLKTRCMLVWNARRTLLRGLSTNVNS
RFKGATCA                                                                        
>Cvar_EFN60076                                                                  
MVTALPHFRGKSKTFIKRADVILEVEGVGFLAHTDVLLMQCGTVFEGLCREFLQEGADGEAGPSNGGRKRQRGTGTSARA
QLPTLVLSSKQPGTRATARSKAPGPSIITPKSFQLFLNHLYDWDAEIASEEDAIDLLAVADFFGADALKIACDQTLSKMA
VYRQPGPFYSRGAPPKVEHVELASRYRLPQLMAKVATSLAAWMHHQDKIQAMDSTVRDVMLGRLCEFCSLLPESDFATAV
AEDLISKKWHQG                                                                    



>Cvar_EFN59376                                                                  
MSSSESPEAPQLWRLFDEAPEEEVYPPQALSRPEAAQLWRLFDEAPEEVVYPPQALCDFTLTTKDGGTFRVHTAILAGSC
KVFDRLLQDVPGTKAMSVVETAHELQVGLLDPLYRRPDMLSPPVLTNMADVRLNLELARKYQCEALTALCDRFLYQCELS
ICPE                                                                            
>Cvar_EFN51298                                                                  
MNQMNHEGAAAPGQALEQPQQQEAPAGQANGQPGEAAVPAAAAAAAGAPPSQQQPAAQQQQQQQQGQRPAGTAAVEPATG
GDANGADGEHGPALKKRRLTPPPDFSYEPSAAVDLVLKTADGKRLGVHRLIVLRSCGFFRALLDACEEAEVAVPEGFEEV
KAHLLDIIYSRSVLIKPEIAMKVFQLADKYEAEDIMQACRPVFMSEAFKMRIATPAPEPAFPFGMGASAAAAAAAHAEWL
DVLALASKHRYEDLFDKATDFLVEESKDAECLPVEAATVLMRGKEQLAQLHQFHLLKLVATFALCTHNMHKKMNKEVEET
NSKLKDSQGLVAKLEKKASDRLARTVAERQKTYMKLLAKFNRLVNRCEKEGLTWHRELDPKEPGGKKKKKAAAAAAAPAA
AGAAAAVGPAQ                                                                     
>Cvar_EFN55399                                                                  
MLVRTSSGNTSVGHLSLSPLGFSALHRPDFTFQCQALLFPVHSVLLSASSKFFTEFFTYIRGQKAPEVISLDAVKCEALA
AVSLGYYLEFVYSGGVLPAFDTVPDAVQALRLSGFFGSASLAAQLGASLAARLPGLGEEELLEVFRAAVDLKLRRLLTEC
LVQLLPQFGRCTADTTVAAMIEHMDATCAKAVLAQLALHSFPVPGAAALAAVPPASCGPLAAAAAASASDGASGQQPPGP
GPAGPVRGITTPGRQDSGEFAAAAAAAATGPAAALDLEQVKQQFVRVLEAKGWGQ                         
>Cvar_EFN55097                                                                  
MIRRYAGRNDVHLTGVPAQTCRRTSDAITNLAHENNGIKNRVRQEGGIPPLVSLLHSVDPKVQRAVAGSLRTLAFKNDEN
KNIIVDLGSLPLLIQMLRAEDTTIHYEAVGVIGNLVHSSAVIKKRVLEEGALQPVINLLSSSCTDSQREAALLLGQFATA
EGDYKHKIVQRGAVPPLIEMLSNDDNQLREMAAFALGRLAQNSDNQAGIVAQGGLPPLLDLLETCQSNLQHNAAFALYGL
SDNEDNLLEFVREGAVQRIHECELVVQASKDCVNKLTKRLQDKLSTRILGQIMYVMQSSQAAGKQRIAVALSQLTSKEQP
SGAQLRLIFLEKKALDVLLDMVQDPHMPVDMQRSAAKSLYRLAESCGAADRASVDDIMPKEPTVGGGRGEQTLLGVAYVN
NPKSSDVTFVVEGRPFHAHRAGLLGSSEIFRTMFDGHYREKDASTIPIPNIRWEVFEKMMVCIYTGKVEVTPDLAQELLE
VADQYMLETLKHLCEQAITDQLAPDNVSAAYDLADNYNAPELSKQCALYCLREQPEMVKGGSKTTPASYAIVMQKMAPRL
REAVTDAINEKSNAMVS                                                               
>Cvar_EFN54989                                                                  
MEAAAACSSAGGSESGHASPPDTPCPLRLTSEELGPPDCVLEGGGWTIPAHRSVLRQRCDHFRARCGAGWADASADRVRV
PDHFSKQAVAAFLHYVYNDSMEGCSDPQEAIGVLHVALYYSCPRLVHL                                
>Otau_XP_003083629                                                              
MHAGLVKRTNDEEAFMRWTRAMDDAVEALNAKAPDTGTSLPEHLVHASEYERKITLALEEKSALIGTSGGHIRALGGTSA
TRSMDTMRLAAKLLKACAKAFDESRLVRKRIWLAMAATPESWRLCWKTREDELIRSWVKLLMTSGVRLSMQKDRDVVSEC
ESYVSAMVKEITKREANGDVPDEFGRRASDFRTIIQIFKTIHASFEYCAEAVCDVVFKPLKAFTTASITNENFDSGVHFL
SWAIRAVQIASDLSCLKEAYHHRITHFIGEDFLTWSRTLLEVFYKNLSSMRAGSISETLGAWYGSHQNVHSDEATKRACY
EELCKLIESLAAVSFFFPLKGQRYPRGHRTNDERFSDKLQRKLTRYVLAVVSCCVKELYEEIKAIGSDLTRLPKWTNGLM
STIERNKSNSTKEMARDILLKLDIGYVFADHACMSACESDHEAFTADISSLFTLLTVNPSKTRSADIENLVDPVFSIFFC
YLRARRGKVGSSSDIHDYEAEWKLLGICACFALSSDEQEDETMDGEILATRCEMMTKKVQAAVLDNFLDVESALLSVLGL
ASIDGSRTALQSDAKTKDKVIPAALAALAMFVRKSPELRAQFYNSGTIINTLLEIREYKGMNAGRAISACILAFEEHHKL
VTNLYKPSVNIDTKGERVMEISNWDTDKLRISLRALAEVVKESPSSAVGFDTAVLEVICVDRRLQIMMSKFTSSLASKID
ISDHIDKFHDESYESWVFKMLASSGRVLEEAADEMNERGKPIPSGLTCPLVEHLQKTYGVSGPEYPLFEEEAIRPKTDGV
RDGRTFWRSIHEWYEGVITHMRTVKSGLKADDELSDVCCILMDGDTDSACSHVGIIVPILMLLHKCRILQEHNLVEELEV
SGVGDVEKEACFVIGLLATKVANQNRIADSFQVNSKNGIEQLIPLLKRYQPCGTGPANVANASITRRAADAITNLAHENN
RIKHMVRDAGGIPPLVALLDSQEKKVQRAVASTLRTLAFKNSENKNQIVECGALPKLIFMARLEDVQLHKEAIGVIGNLV
HSSPHIKRRALDEGALQPVIELLKSPCSESQREAALLLGQFAARLEPPAQGDPDYRTKIVQRGAVQSLIKMLSRHREPGL
REMAAFALGRLAQHGDNQVGICHSDGLQPLLNLLESDVDEISHVLRLNNVTGKSDQELQADAKRFVNNLQHNAAFALYGL
SDHYDNVANMLKENAFMRLNFSNLEVEQSKQCLTKTINRLKDRILRKDVFNYLAFLISNGKPFEQQRVTLALSWLLMDKN
PDELYTVFITKGGLKVLSDMLLGTPAEMIDFSEAQTGLSGGRRIVNVVMEALRQVKNNICPKNATELHTMPPPSTPTAEE
HMPANFKDPELSDVTFIGRENGERYEFGAHQIAFTHASDAFLSVLDSGKRLPDGTLLVDLEDVSRSALEAMMDFIYSGTI
SPMSSVCHPSFLQERCEEILSVATRFDLLGLKHLTEKLFIENVQLSNLSLDRTCNVYRSAVKHEAAAIQGYLLNHVLDKY
DEPWIEDEGSTLALAEYKVRVKAIVECFGKGFVTHIRRLFKEQHQERQEQRAATRARVEHDAQE                
>Otau_XP_003083136                                                              
MSERRGHGGLELTTSHDVRARPDAGSGQPSGVSAASRTSTTTVIGRHEHTISGYSLLKGIGDGEPIASDRFMVGGHEWVL
LFYPDGKRSMSDGGAPPTQQDDPYAALFVALIGEGPRPLGVVQSGQGRVVRAFHRFTLVDQSGNGAVKISCARQDPQARN
CHGYRKFVRRSVLEASGSGYLVDDVVVIRYEIELVVTNGGALNKNAKLLPAASVNVPSYPTIGKHLVGLLYDRNDETFDC
TFDVEGEKFRAHKLILSSRSSVFAGMLRTGAAMKEGREGVLKLNDVKADVFRLLLHFVYADEIPRGGGAEASLYEHTARL
GAEEAPGAAGDELTTRNGRASDELALDVPMTQHLLVAADKFDLSRLRAMCEARLCDSVDMSTVANTLLLAELNHAYALKR
ACMGFIAANLSDVMSTEGYEAMNTACPHLASEILSAVAEMRPLRPQGAPLALPQDTGTAIQSAAAANPATAAAFATAAAA
AARPDRDIAQGGVLAVPPTVAHDLTNLSFPAMSTLSNFLSRAVQPPTQALDHPPPSTPHAATLVNNAGEEAQREVAAAMA
ARHAQRGGDIANVVDDSLLLFASPQAQRVPSEAPAPVREGDEIAGGNDGQEGRRVRPRR                     
>Mpus_Micpu40407                                                                
MDAASKMLALSGQSKTQTVTVTGEHEHVISGYSLLKGIGDGEPIASDRFTVGGHEWVLLFYPDGKKGTDAAAQARGDEDP
YAALFVALIGEGPRPQGVVTSSSGQRVVRAFHRFTLVDQKRVNGGGTDITKGRQRDQGAVKISCAKQDPNARNCHGYRKF
VRRSVLEKPENGYLVDDTIVIRYEIELVVTSGGALNRPCKTSALNSIDVRRFPTLGDQISTLLHDELDSADCVFEVEGER



FPAHSLVMSARSAAFRAMLRTGAEMREGSEGVVKLGDIRAPVFKLLLNFIYSDRFPGSGPGEYQHGGRDGSLDDEDGSAA
AHHALDGGGPGSGAPGRSPDGGVNQFARIVGGAHVGAGGHAIGAPEAPAIGTASAARAAAASALAASAAAARGGADADAA
GGATGTGTGTGPDLGGAGAASSSSSCHEVDVAMTQHLLVAADRFDLTRLRAMCESRLCDMVDVDTAATTLALAEQNHAHA
LKHACLEFVAGHLAEVMNTDGYKHMERSCPQLASELLRTVAALNAQQAAAANVASVNAVVVGGGAGHQGPGHQAQGLQHA
PPPHPHHGAGGGGGHHHHASYPPLPHPAAQQQQQQQHAGHGGVGGLAALPPPAGHGAAQAQAAAQQGVPPSHDAAFDLHA
AAAAEVGGGHGPGADQIASAMPVTTPRTLGTAAQAYAAASPGYAPNLSWEPVAPPDDALDGGTFTDERLERVRGELEEML
RADPIQLKRYEEALRDIRAAAAAKARATAAGGATKKTSGGASAAPDHLVAELARVWRDDAWIAARDAWVKALPPKRKLDI
AAMHLDAEKLALVVWSAEGDATKVRAKARRALLEAAGAVLAKFRV*                                  
>Mpus_Micpu52522                                                                
MSDPGAQSASHDADVAKDDADGNLDALLSGAYASPRRATSAATSSSSSSLTTRRAALADASVGLAAHVQSLGWEEREFSD
VVVSALGKDYPLHRLVLSRSPYFAALMRGPWLDASSPTLTLRFDDVSDLVDVDAVETTLGFLYDKPPTLTTDAAPRVLAA
GSFLDLRDLCDICADFIVADVDERTFLRYQNLCEQSAFGMGDPGERGAFYLISHWSPYDPVGVVNAELRGTLHHLSPTTL
LKLLRSNDLWVANERARFELVADVTSRLLEESCDGDGDGDGGPDPAAVALRAEALSACVNYQHLPFADLLAIRAELELED
GDFKAACLGSMVAALGEAALRGEAGVGAADAVNAVSAAADAAATSPTRAVVDGLWAQTLLKAHVAAAQGRDGSERGAGAS
DADAPSRARAPPSRVDESLSRIEIEDGGGGARGESDEDDEDDEDDDDDDDARAGVSNRAAGAAGSSASPMKKRADGGAGT
RCVLYTGPHTTALSW*                                                                
>Mpus_Micpu173459                                                               
MSTEIGEKCTPNIGDIEKEACYAIGLLASKEDNQNRIAAAGALPGLVALLKRYPPQLSGSIPPSVARRAADAVTNLAHEN
NDIKNQVRTEGGIPPLVSLLETRDPKVQRAAASALRTLAFKNDENKNQIVECGALPMLIFMVRSEDQTIHYEAIGVIGNL
VHSSSHIKRRVLDEGALQPVISLLSSECPESQREAALLIGQFATTEPAFKVKIVQRGAVQPLIQMLNNTDPQLREMAAFA
LGRLAQNEDNQVGICHADGLRPLLDLLDSNAGNLQHNAAFALYGLAENPDNIPDIIMQGTVQRLNDGELIVQASKDCVAK
TLKRLEEKMTGRTLRYLIYMMRTTDKEHSARIAVALAHLCGGADKEQEKGGLETLSDIFMDHGGLEILLEMIAPKHSSTL
PSHLRLSPKPRDQKDAAAALYKIAEKITRLAPEEAAPLPATPETHLEEHFDNPELADLVFERAEKRTFYAHRIAFSRASD
AFHDMIAQGKRQDEATTTGSDADAKREGACRVDIKHITVEAFEALLKYVYTGQIPPSNDPELGFVPKLACTMLKLGEKYQ
MLGLKRQCETALAEDVKNAGVSFDAVKLIKFYDLAIDHRADKLARACVLHALEHHASIIKSIGPDSYSKLLQCMVPTIRE
HLHGIFYRVGSALDAANAR*                                                            
>Cmer_CMK275C                                                                   
MQRAKGAHRSNAPSPPSTAGSSEGNVSGSEDSSSRASSCLVTDARTLNRLNLGQSHDPVAYESRHGNVAWNAGGCEHSPE
SWVKRSRHIGVGVGVGFSSQTVGTLDAPDRTEKSAAGCTHTTECPEEPTFAAPGRVQPRAVPLASVDADVQRSASVGDHT
DAAGSQPQHRQVVERAAAAPQQGPAGTAVDRTCEGNTFGAENGKDSMDSSGSGSRYATRMRFQSIPVSGNLRYLSAGRAG
HAMASVDNRVYIFGGHRSATGTPDPDTLPPPGLYRVTTDGQKRYTVHFCDLIELDGETRLWRLMSNAADEQPAPRRHATM
VSFDGSLYVYGGFDAENHVLGDLWRFDLHSERRWVLVSCQGRARAPGALLENVGHAEHRATETASDAALGAATSISLARV
PTAAAAATTTTGTSNVRGSEVRFRAVERGQSRSGRRESFRAPHPSIGAGLSATPEHATSVQMIPLPEGGPTSGRAEHSAV
TYGHLMIVFGGYDGRRKVNTTAVCDLRSGKWFCPRALQETMATGRPGIDYPHRRCKHSAVVYDDTMYVFGGFQYRNKLNY
GCSDLFVLNLCTWSWHCPVLMHGGGPQAVHGHCAVAGAGAMYVFGGKVRLDATQRAAQPVLAERPEHSLPPHALTSAVSA
DTSPTPSELRSSDLSRDIWKYHFHLNMWQRIALDELTEASLGQASAERVRVELHPRQLASAAVVAPRDPLRCSMYLFGGT
NRAKDRFFGDMYVFYGLGTDRGDVLQPCRFCTELGKALHEPTLADVIFEVPESLDALPEEDQPAGPAVATAHTASPVDAR
CDRIDASNACVQGATSARTRHVSAAMNAGQCAAGFPREATQQRQRQQRASRCRLFYAHRVILAARSEYFADMFHSGLRES
LHGEWPRVIHLPDVSAPVFEAVLRYLYTGELPVHDARIAARASGRACHDNAMDASAMLSVASTSERDGRFLLECLRTADM
LRLDELRNFCVALVERAIRPENVAFVLEIAAQREDGMGGLKAYCLAYITHHFAEVIETAAFQDLLRRDPAGLGKHVLQAY
HESMTGPDAQRRPHSR                                                                
>Cmer_CMP151C                                                                   
MSRENGNNGQNGNTTDEEAFLVDERTMTVDGLPLHIWCRTPGNLAKVRALVERGADVNAVDEHDATPVYYCALTGNAPVL
RFLLEAGAVLDPKTFVGERVLYAALTPEIKRLLLQYREQTLPSYTDALTEHLRAVLEGNENVGGHVDDDADVGFRLEGNR
CIWAHRVVLAARSPVFEKILEKRTSPGKVLRLKHVSTDAFEAFLRYLYTSTVSVRVRHAEEFMTIAQRFHLDELAQEVDR
QRQWLLRKREHKYEVVTHQRLEDLHINLFGASRVHRLEQDLEHLLSRTDNMPFVDVYVQVTCPGPTYEECSLLVYPAHWL
FLRRAEYFRALRDFYRDRSSACAIVRIPSNISPFAFECVLHHMYHSSLPRNWREKALDCARLRREPCNHHAVDVDMNEFL
VEIIAAADLLGYPHVKQSAASAMEINRINVFGLIYAAACYQSRALRAACVRILAEMLLDAVQPLLVPSVTAISCSATRVP
EPGSIAEALVPHVDSQLRLPPADSRTRDSSIATSQESNHASQCSSIAAVSATDTCTMPSWQVLNQCPTHVVQVDRHATVF
QRARDFIALRQVLSAVEFSEIMEDVREEALRLGLVHKFSSAVRDALGETLDCIVFEITDGLVLAEGSAERTTRHHA    
>Cpar_1374Contig12142                                                           
MEEDETARPANEFPEFSAHLKKAWCNERTSDVVLQLLRLRLHRIILECGSEYFRSLFSENWNRDVQRCEFMHDVRVDVPE
LAAHAVEISLNSA*                                                                  
>Cpar_4246Contig25730                                                           
MRTEYFKNGLHLAEAAAREVEVGFSADAALLLLCFVYTGTLDTELVGSDREIPTPELLVELLQAADYYGVPALCARAADL
LARPGVVPVREVAFERVRRGRGALLASAEYRRLAEGALEPEGAADSRRLLADIVAALAQG*                   
>Cpar_8662Contig41164                                                           
MKKAHHQQKPDQSYPIGIEKKNSKLLQPNSNGALASLQELLRSGEHSDFTIVVVPSRAIAEQPDDVAAGSRAPALALAIR
ILHMRGEYFKRMMSSGMKETRSAEMRIKGRHPDAIRALVHYLYTDEVKELEPELCIKKMR*                   
>Cpar_10158Contig53050                                                          
MQPAPESDLAPAFPLLSFLESSEFADVTVCCGDRAWRLHRVVLAAGSEYFRSLFTSSSAFVENREACVRLDEAPENEFFE
DVLRVLYAAPGGRPPLDLLPDDFGRCVGLATLADRLRVTSLLPHLAALVESHLNVATAPALLRDAVLCGNAPLASLCVRY



IAAN                                                                            
>Cpar_10636Contig53532                                                          
MELDPKAAAMSEAGPSQRRSARDSVIVPICDDEQLRHRIDEDFEPSCHQGTLACWSALARFLPPAPDKPAVLEKKPLPDI
ELVMSGRSFPAHRAVLAKSFYFRAMLQGPWKEAKEARVEITVDDPNISVDSMALAIDYLYGKDVAIPPHLALQLLATACM
LQLDDLTALCIKAITDTLSPHTFIDSVEFAIFYSQRNLLEVCLRWLRCHLVSSGAGVGRKRLNLLPREGGACCPNECIEE
QSRSNFGSAWLRRSPPLHERRSCTDCDIVLDGKHISYHNRRLSLDVFRELIASEDARRERFERHCYIRRVKDAELKEERR
YYLYAQATDELLLVARKRSGGRTSEFEISFDPFDLSRFGPRFVGAMRSNFLGTQYVVYDKGFDPEEVDPALFPLPERSEL
AMVFY                                                                           
>Cpar_12672Contig6652                                                           
MPSPSPNCAVPDRNPSECPPADVTLRVHPPPLDRNLPNTAQAQGDYFRASLSSGMLESQSRVIDVHGFSADTFRSFLWFC
YTGGLRVPYSKTWRDNLRARASLI*                                                       
>Cpar_13087Contig6998                                                           
MASRKRRKVEPGSSVASVSADDDNPDSYSNTTAITGLSGLLEDTALLDVTLVFEDGEKLRAHRAVLAAISSVFRAMFTAG
FRESKQDQVQIHDCNAVTFKKFMKFCYSSISLSVEDVGEIATVADQFGVIALRDLCLRFIKDKISMETACKFMRE*    
>Cpar_14394Contig8225                                                           
MRTCSNAALALRYFMESGYSDAKLRLDNGRVFSVHIILGAQSKTLDKIVSGARHGSPVEVNLGAPSLDDAFPLLLNYLYG
IPIEIEDSNVPLYLLSLDLEIQSLKDSTLEAVRAILEASPPKAVLLRQIARTRPPHAHHASPLHRDDALVAACVAAACRR
EGSEVGEAKLRRALFAIAGDSDLCFLEHLRTIEEHLQSGSRTRPTPLCETVRRKVGKTASRGRDPKRLRRGEGVLFTLEE
EGDDEAELELKTDVDLDSADEEDARLLDDFARHMKIGPSRAVAIPRRARPADFNFEI*                      
>Cpar_15196Contig9155                                                           
MAFQPAAPAFGSADFESGVHWAQLHCTADVTLTLVSTTASASARASSRNFAFSPQTETPQASNELLFNELVPLEELRSRR
GGFLEDDTLTIRVSLKTPPVPSKPRPSLVLIFLDTRTQPQTIDLTLDTLIASPELWATVDNLHDSVPLNRLKTLAKHIPF
TPHDFRIVVGGQSLGAHREVLARGSSYFRSGALEHMREGQEGVLQLEEGSHGQPVTFAAAEAALRYMYTHTVTVANVVET
FLWAHSQGAADGPEGEEAVWRLLQARCRDIVSWNLAQVANWTPAASWEAIDEQIVLEFLGGPNAKPGLESVALLEAWARA
RHLIGPADHLATLLPSLGELPPEPVSGQVQRPAAAPVVPFGAAAVAHFTFGAATPAAPPVFGAIGPQQQQPAAAAPASSS
EAPAAAGSPTLLQRLCLLGLEMGLDAVAAAAEREMAESAEGPGGGPALRLLLWIDAPRLASVIRSAAAARAWIRARPNCP
AEAAEQISLAEYPVYLQDPVLKGYACLDRLLAEAQYERMVPPDQHGKRPPVSDGSLAEAESAWKRVRTGE*         
>Cpar_15924Contig10110                                                          
MAEQRLVESAATADEGSWKDAHDAIEGFATQASAITVVAAGAVMFIVMPADASGRSVATRSAATRAERTPAPPGCISSTR
AAADAAPDNSEPSTPANSRTRSYPLAPLLSTPGLSTPPQAQPARLRTTARKRRITKRASPFSGFHGGRYDLEVFTAADGG
SLPAHRHVLASRSPAFRAILNENHAGRIVVEEITSDVMEIVLIYLYHGTLADGRTLARLRFP*                 
>Cpar_16324Contig10675                                                          
MPFQAELYTSGEFSDVLLCIRGAGYELRRNLHRLVLSRSPWFRAMFLRWDRRTEVELDFTSEPSMTREALLTCLRRLYGP
VPLPPDFSGVSALLGPALYLQVEDLIEEIVADVAGRLERARPAECGSTLAAVAELAARYDVDALTQARAGLS*       
>Cpar_16458Contig10870                                                          
MASKSLEPSVPETIQLVVDAQGSAEGEEGVLVSIGAAWDVVEKASNRASATVIVREGTYEEELPALPSPAADSKNECAAC
EARVQLGARSITLAGEGAVKLSLGPPCRACRRGDYSWTTVQQCFASCGGTLVLRNLVVASALKLSGEGARWRLERCELRA
GLHVSGGTALELSHCYLDGEMLDVEGVATFALEACRLSRTDIRVAAGVRTEVAGCLFERRGCLRLELPSSGRLAGNLFDC
EVYPVLSRKGKEARWERVRGACPPPGHVVEGNLGLDHETLVPLSDASLAIPAAGPDSELLEPALEGYGQLLDACLGLPAP
PGLPEPDVTFTFAAEEAPGGEKRRRVEPRTPVRAHSFVLRAQSEHFRALFASGMAEAASRSVEVRGFSPETLRAVLRYLY
TGQIAAGAHSTAELLELHRAGDYYALPALARRAALRVDLAPEQHEEALACLRAAEATGSAELRRGALEH           
>Cpar_24202Contig39927                                                          
MRESESGEIDAANFKKRTMFELLRFVYTSEIQGGLTALELVDLIRAAHFYQLPRLANGCIERLALCENLSAEEALNIFVA
AHELGSPVTKTTKSANTPAPASASAIDVEIDFKKMWKVAMKTLRAKRHDVTKSPAFGALIAAGAEDVVKILFDLLLK*  
>Cpar_24220Contig39955                                                          
MRQMEFDCPFEDCEEGLSVSELQDHLLDEHPDVFPRHTECEKQLKSLKSLKSDLVADFGALFERCCVRGDAASCHLPPDV
VITCQAEAPVTRPAKRSRACAAKGNAAPSAPAPPPRIHAHSFILKARSEFFRAMLAPREGPRLREAETGEIDMSAYPRET
VLALLRFLYTGDLPDHDQDHGRLVGLLRPAHYYQLPRLISKIEERVLGLELDDPATALELLHVADELRAEALEYVEANKV
AVAASPAYRALLSRGGCEDLLVDLAMALAKPAARKGDDGEEESDDEDSEEERPVVARPYASR*                 
>Cpar_24651Contig40874                                                          
MDITVTVCIPGSDSRAYALHKLVLMQPFFRAMLRGCWKESEASQLELQIDDPNITREAVTMALESLYHEGAVELTPWNQY
QMAAAEYLQIQHLQERCLDFIVRNVGVATCRTELLKGCSAWLKRHLPALARTEQFCRIPVDVFAELIGADDLWVRDEFER
FRLAR                                                                           
>Cpar_26321Contig53058                                                          
MKRDTIFSAARAGSIARLRRLLELPEDGDGFESAPKNALELLHDRNSGANALHIAASCGHADVAEFLLAVEAACVQARKK
ERPQLMRVADWESSWTALHRAAYEGHVSVMSVLCARGNWEALYVKDRDGLTPLDLLNGFPMRPLAKGDARRGEVFTFGSA
ANYQLGHSDQNALCAPKRVEAVLPHRVVSVSASTYHSVAVTDAGLVYTWGFGTGRLGHGDEATRIQPTLVELRGKRVIQV
AAARDHSVALTDTGKLYAGDNSSAQLGYDTTPQGGFSPSTPPASSFLARYGGGSPLAAGAQPSGSPLAANASLGPRKVGA
IADLSVVHVACGRSHTVAVTKEGEVWSWGRGAEGQLGHGRPEPQPMPKRVEALAGKARAVMAACSSSHTLVLSDAGDVYE
FGHGRANKQGLIVPRRVKLEPPAAVRGIRLHRAASLRVVHVSAASGRSVAVTESGDVYQWQAPLATATGDYIFPAPQRVD
GFRGRRVVSVAAARDHTLAVTDAGELFSWGSNTAGALGLGSAPSASATTAPSRVYGVARVLAAAAGESHSVVLASPVPVD
VPAVSPSTFDRDVEGLLLPEDGDADDSDRVVLVPREACADGASSCAAAAAADGEDEDDGPIVASRALLAARCPFFAAMFG



AAFADSASREVAMPEFGRAALRALVRYSQTDDTDPRT*                                          
>Cpar_27031Contig53791                                                          
MTVNASEKLDFGHKQLLEWPSSAIAGVRGGPAAIHTLNLSGNHLSSIPDRLAQLVNLEEMNISHNQLKSLPPEIGCLTKL
RYLRIGNLKCLQHLFLENNSLTSLPVEIGLIPDLSSFYVVSCGDIRGEGQQVWPVNVLQNLPPNNTAILTHLRTLAQPSP
PSDLIETTANDALAALCSLHDACLRGGGASFEGLPAPDVALAVEHGARESLPAHSFLLQLHSAHFRRVLGAGMRESRTRE
IPVTEYGPGTVRALLRYLYTGERDVDVGGAGDGDPSPALLELLRAAHYYELPRLAQHVEGRLCLPGFLGAAAALRALVAA
DQLGRPRLREAALAAVWERGAGRTAEYRELAATGQADLLVEVGEALARR*                              
>Cpar_28774Contig6636                                                           
MHQSGMREIPVAGCERDAFLDLLRFLYTGATPDLGRKKFAVFRVADRYAVEELRSKALSRIFGGVSAKSVIPVLRFATHF
DRDDTRRLK                                                                       
>Cpar_29033Contig6824                                                           
MRRSGCELSEANASALLETLKSYKNRDDLSDVTLVVGPSRKYRCHRFVLSMRSEFFRNLLTGPMREGKEGETVVLPGFTE
ELFEVFLAYCYGDRIELTLENVLFVADAYCLGELKGLCGRLLWSRVDEESALEALERAELLPESLAAPEVDVILA     
>Cpar_30865Contig8537                                                           
MEINEDAEVALLVGEGRERLAARAAVLRRSPLFAAMLDAPMRERATGEIVKPNTPDAARAVLEFLEHERTSIPPALLSDV
FAAADEAQAGELLGALRSPGLLLQLRTLDELAAYARFADACGLASEPDRASRKLEIEIDRLSAAGRDGLLTLESECAALR
ASTDCETAYRIHIVESPVAQCEECEGSATSMCLSSNSKSSPDCSTKLVDILVPKDAAAQALEAGADLRSELATAARRGSS
YFVEFSVFSFEFFLEFSFFVTARRDFDGPNSQY*                                              
>Cpar_30882Contig8552                                                           
MKEAATGTVTVPGCDPATFLTLLRFLYTSELKVDATNSKSGEGGELEGAALLELARAADYYLLPRLRARATARLRELAIA
TGGASSSSSAEARAALAALMISVADE*                                                     
>Cpar_31392Contig9155                                                           
MRFDTFVSLEELRGGKGAFLEDDKLTIRVSIKAAIAADPSKPAKKPQPQQTVHLTIDTLVASPELWATADNLHRTRGARA
TGAVPLSGSSGVPLNRLAELVGSVPFTPHDFRIVVDGQSLGAHREVLARGSAYFRSGALERMREGQEGVLRLDDEGPHGQ
PATFAAAEAALRYMYTHVSPAVPAAELRPLLALACYGVRGLPSLCVEAIRQTLTPATVVETFLWAHSQSGLEGPEDEEAV
WRTLVNHCCAFVKENAEEVAGETGAETWAEIDEQLMPEMLAKTITFTRPDALAYSGAAPSRIYAILGQLTVAPGSETLLR
TWALARRRIGAEVPVGSLLPSFGPLLDLPAAPEQPQPQPSPQRSPQQQPGAPAAAAPAGEPLLEIPIGLRLQLACLAAVR
DELGAVAAASEREFAARPRPPRLPKPEDSPTVRMLQFLEPHIFAGVLQAAAAAKRPAASSAAAARAWIQAHPGYAPEAAE
QVLSSVPWAQISLAEYPDPVLKGYACLDRLLAEAQYERMGLLEESARVWKRFRTGE*                       
>Cpar_31619Contig9436                                                           
MTGSAERGCSAGGPCSLGELLWTTGKYSDVVVVVEDDEKTNSKKLQLHRLILEAATYWKTLFERWAPGATSFEARLAIEG
ESAEAIGAALRLMYVRDFGSALRDFAAAASLYRVSSFLVWEEGLRESTRFAISLVARETMGTMREAAEALAWEELLAYCT
AFTHATESNIFTEGNLAKLLDMALQQNLREAQ                                                
>Esil_CBN80052                                                                  
MSAVWGWSKVESTPDGGAPCQRSLHAAAVLNDSIYVFGGYDGSNRVNDFYEFKISTGSWSKVQASGTSPSPRDRHTGVVH
GNSFFVLAGFDGNQRVNDFFEFNFDTMQWSPVVAATGSPPSPRHSHASVVHGNSMFVFGGYDGSYRSDFHEYNFASSSWL
QVNAAGRVPRARYRATCVVHSGCMYLFGGHDGTRHLNDVHVFDFDGTGTGGNERGGGEKGWSRFWMTLNTEGTAPIPRDS
HVSVIHGQSMYVFGGSTGSAMNDFHELRLDKCRWQQVQALGNAPNQRFCHVACVNKDSMFVFGGYDGTSRLNDLVEFRFS
IDLMSCDIPESTLIGNLRDMVNSELLSDVTFIVEGKPVHAHKVLCMRCTYFRAMLTGEMKESRAKTITLPDVRRPIFLAL
LEYLYTDELDVELEVAMELFQAADQFGVDRLKRMCESTMLASIEVENAASIFHAADERNAKICPAPHQHHRRCGKSA   
>Esil_CBN79063                                                                  
MHQEVAGLVYSWGRGEDGQLGLGDTNDQDRPVLVDALKSKGVVQVACGSGHTVVLSEDGAVYTWGRGDDGRLGHGDNGWK
YVPRIVEALEGQRIVQATCGSYHTAAVTDKGELYTWGGGMYGKLGHGNESGHPTPCMVKHLRDEGARVTQIACGSRHTVV
LTDLGKVYTWGDKENGVVGHTNADGHQYLPRMLESLQAKTVTQVAACGFHTAALTAAGEIFTWGEGKFGRLGHGMERNQM
VPRMVEALMGKRVGHVACGGFHSAAILDSGELYTWGGGEHGQVYTFGNGDHGKLGHGDVRKVSVPTLVAGLVKMHVVKVA
SYNEHTAALAGASSSTPALSSMSSSFMTDIRSLLDNQDLSDVTFVVEGSPVYAHKALLAARCQHFRAMFTSGMRESHEQE
VVIPHVRLPIFKVLLEYIYADSVDVSLEDAVELFIAADQYTLDRLKGLCELAVQKGITADNSASLLHTSDDLRATRLREI
CMRFVVRHFDTVSKSEGFKVLSRELIFDVLSSR                                               
>Esil_CBN74994                                                                  
MHGHGGAAGFGSGSFAGVHADAASGEHIFGGGGGGGGLMPPGRSIPRCGGGGGGSSTSGPPFPGSRPSRKRGDSEEIFEG
SSRGSTPVGGKRRRRDGSDIAGHWHCVFKLTPDENTSFMDNIRELYEKEQLCDITLSVEGEEFRAHKAVLACSKSFLGTL
MMSNMRESTQDVIELEDISSRQFKILLDYMYNKPISVPSSQMMDLLSLANRYQVEGLKDQMCDALSTHLTHDNACSVFAL
ADSHQCHTLKTEAFSKIVQHFALATRSDGWTALTKDQLSEVLSSDQVLDCDESVVFDAASRWLLLDSSPSRRRFAPEVLG
MVRFPLMDAGLLSDVIKDHEATKGPECQKLIAEAWEHHALKAVGREGLTGTPRTKQRRRSCSFKQHTLLKEHQDAVSALA
VVNGKLVSGSWDTSIKVWDPQSWTTERTLSDHTGPVRCFAQCAGRLLSGSDDSCIKVWNTDTWSLVRSLDDHTDAVNAAT
DCNGRLASGSDDGTIKLWNTENWQCEVTIHQHQADHTCGVLALATCGDYLVSGSDGGIKVWNTHNWTCHKEVLGHGDEIW
SLAVVGDKLISGSIDSTIRVWETQTWGCEKQVEDHAGPVYALTVLEGKLVSASSDHTIRVWGPDWVCCRTLECSGVWSLN
VFNDRLVSGSLDNAVKVWGA                                                            
>Esil_CBN74438                                                                  
MDPDVADVDGLSAEAAEDISSETRQPEAVALATGYLRQVHDGHGVGSAVDPEESSTGQRKPDKTIAGEGTARSAAETADD
DVVAEKLPPDDNAPEGGYHVQAGETPAVDATGASTSPDAAQLPTLNSGAASLQDSPAPASTTSVSSQGGGGETDEEERSS
TEGNQHGQAEPHSSPDEVDNSNDLPSKLHRLWGTSPPDRAEGLAVLRNMLGYRKDLDGILSRHVPTKGPRYTRPFHGNDY



RASSPFSNPRPFTVATLAGRFAPTVTNPSELRERVGTRVRVVTAAGLRVGLARRVFAREPLLPSDVEAEEERQSRQQPDA
SPAPVDVEDLRALVVPVRASASSAPEMSPEGGPAPYPSMAEVSSVMWCEYDEDDEEGGGDGGRRRTSAESSPGKKRLLRV
SVQTLDGDVCDDEDEDSESDDGDSETDVETDIETDFGETEEGSFFDTASPQQGRESTGARGTAAGRSRGGDLSEGGRGNA
EGARRTSGMRNSKAREEELDEVEYQRKEEVASVLRRLRVAIRRMDGTWTEEKVRSMAKRVVRMAVMTASKSELVTTTAAR
GALRGLGDRTRLRRQQAQRGGAGSGDVGWVTVYVGVGRWGPNFFGPGFAVETQEKYRLGWLSLSSQPAAGMMGGGGASGN
APASEQRRVGGAGVRRGAWAGRRGFFGLGRRRNSQRREDDDEAGIEGWVGSLTCNYCEGHPLGDVPSAGACGEQQGIAFK
TADSGIRNSPVEQHATSTAVPLNISGEEEGDEVFSEARGTPVTVAESDNDDDRTSQENAAALGSMRTPPNSTLPREASGG
SLRVGSGNAVEEKEEQEEWCTGHVCLRLRPDGLRERRRGSTSGAGMGLGGDAEEGSEDESGSDTDPASGSDGENLEDLDG
IDVEGVSGSTMREPPSEGNGRTNRGSRGVPLSSITTSLFEGERRNSGDPCGVSSEKSSKSLEVFAWGDNAGGCLGLPADT
SAGLLPRVLQPFGLLPGERVVAVCCSERHSLLVTGMGSVYSAGDGTDGALGLGGRESSDEFRLVEWFAEQMPPPKVCQAS
AGSDLIGCHSAALDADGRLFTWGVGAATGHASLKPVLLPREMETLGGFGTGSEARDADGRPAGLRSRAKGVSCGGGFTLA
VTNGGKVFAWGSWARGRLGLGRPPERTIGRKKKVPRFQGTPRKVSGLGRSPAVQVAAGAWHGMALTEDGEVFTWGHNASG
QLGFLVTPSPASQHRQHQHQPATTNTPTAATSTTSLSEMLRASWTPVKLPAFGKTSEPREKLQRAPVADEVLPGVGREES
LLRKIVHIACGPEHSIAIDSGGAAWTWGAEGRACLGHGEAGFGAPGGGTAVAAEAKAKAMGLAGEGGGTDNRQTQTFIPL
SREREVSRARARRALAGGWAVPREIASLASPPPPPKTTASNTRDTREGTGRVKVVAAACGFSHTALVTEDGRMYLFGEGA
ALAGGDLQALEGENGGVLEGTGLREAGGLVRRRCSEGGEDHGGLDAVAALSAVAGPTPVPRETCSSWFPTLAARRVAAVA
CGGQHAFALLAGDRIGYTLGMDLFRAAMGTERHLPGGPASSERGVLRSGEGSVDEDGEGAVGWARGGVDCELLVAGSYLY
AHRVVLARRSPVLRDMIAQEERPAISGDDGDDDGLTPPLQLLLPDIRFDVARALLEFLYTGELRRSLDLDSPLPYDLRAA
AKSYGVSRLEVLCTEAISLGADPGEGGPDAGWGEVVPPPSLAGDLGEALGTMEHADVKFVAGGRPIYAHRAVLACQSEYF
AAMFRFRDQMRRGAADTSSGRDEHGGHSTAMAEIVVPDSYAGFVRLLLFLYTGVLPDANPESVLEDLVCADRYRLLGMKS
VSQSMVRLAAGSCLQVLLSRLHATAANTSAVSSAAARQKRLYARSREQRVEADGHGKSNGLVEDGGDPSFRADSPFPWGA
ALVAVACGTIYYKVSNVVAVGMFVPVVNGVFLVCLAAFAFHKIRDKGLFEGGREKRIHRRRQLQQGRGRVVRKRGGWRER
RREAAGGSGRGGSTYLFG                                                              
>Esil_CBJ28052                                                                  
MQSVVMRSSAGREWESSRSVSPKNRWAVITPPLAPSCSLSPLGSGHRSAAGGKRRFFGLSETAEAEAEAAAVKAELEGGR
RRGGAVADKAPAPPAGEGGGAKDSIDAHRALLSLRSDPMRAMLRSGMRESFTMDVLVKDIRPAVFTALLTYLYTDTLQLQ
RPEDITELLVVANQYTLTDLLSLCEGFLTEGWMHLPPDLRARANAFRSRHVHLFMLGQRDHVTWKGGESEMMADWVLDRI
KSDGSSWMDDVTEEEEALAMAGEEGWQTASEGEGDGAHSTATATAAFFSPESQSPATSQSPTPASRRRARAFLSP     
>Esil_CBJ26957                                                                  
MDVDIDRFQERELYGFGQNACGELGLGDTLERHTPTLSQTSRGKDIVGVTAGNELTAVLTNTGEVYSCGYNSEGQCGIGE
IDETVPEMVPSLTKVTLREPSFRPAGRVSLVHSGNGSEHLVVVTEEGELQTCGRNNSGQLGHGEVGKGYSLPRPVAGFAG
YRVTKVACSYSHTVVVTDDDRTWTFGGNGYGQLGHGDHSSRSAPAALACFQGLGVLSVACGVYHTVVSVASGGLYSFGKN
DHGQLGLEGGESRFTPVQHRACTSVVEQLACGYYHTVALSRAGEVVAFGRNDYGQLGLGHRESTWQGGQVPDLAGLRIIQ
VACGSYHTISLDDEGRVYPFGRNNHGQLGTGTREDACRPCFVEGLSQSFVCQVAAGFYHTLCLTGPPLERKAGHGSAFVV
RDSKSLSSDLYRLLNNPSQSDVTFTVEGKVVYGHRCILGARCEPLGRMLDGPMREACSGGGSIPMPNHRHAVFLAFLEYI
YTDKVIALGADSLDLEFCLDLMDLSDQYLMGSLKRLCEDSVLRNITVKPR                              
>Esil_CBJ48840                                                                  
MATANANAAPGATRPVDQHVEFVVKPAEDLILEGSERSVIRVRAGTPYSCLMLKNQRFSSLFRHYAKHHGLRKDDLAYYF
TEELQNEDTPETVFLLVRDEIVVRRRKSKSDSVSDDEAEVDPDSLCPDDMFIEQMGSLLDDDEHCDVTFFVGPSRTEVKA
HKTHLVARSEYFRSMFRKGAMRESETSEVTVMEHDEATLRQMLEYIYTNRVKDMPGLSADEVIKLLALANEFLLEELKVL
CEHSARKIVSVANVAKMLLAAERYQAETLKSSCLAYVQKNMPEVCRYPAFEAEVSANPKLSMFILQGMADAREEASGGGV
KKATAMPRAKRRRVGSSGGMGARGRDGAEVPSGRL                                             
>Esil_CBJ33079                                                                  
MPPGGSRSRSWRQVKANALPPGVSVGDQVPGPRSGAASVVVGNKLFMFGGYGGSGRLDDFWEFDFESRIWKEVHCQGPSP
GVRENNGVVEYKGSLYLFGGYNGSQWLNDFHGFHIETRTWRKVEPAGAPPVSRFGYVAVVHSHYFCLFGGYDGTTWLNDM
HRFNFDTSLWEEVNTSGQIPSIRSCPSWCKDGDNVYVFGGYDGVQRMNDFYRCDLETMTWAQIPGIGDVPTPRYFHSCAV
HNGSMYVFGGYNGSDRLCDFFEHNFDTGTWTELEPHGDLPTGRSSLVAQVHGNSLFIFGGYNGQVVLNDFYEWRFQPLLV
PPPTLQEDMRKLVNNRELSDVTFIVDGFPVYASRVHLALRSEHFRAMLYGGMRESEKGAEIEIKDVSHAVFLKLLEYLYT
DTLSDVTANQAVHLLVASEQYLLARLKTLCEEAIRTSITVDTVCTIFLLAHKHNAEGLKEIALDFVLDNMEGVKDTAGFL
ELKQEPDLLMEIIFRQAS                                                              
>Esil_CBJ26291                                                                  
MGSRRERSLVWAVGGNSKGQLGNGTPTQSSFLPCRVAFQLAPTQRIAEVFCGYEHTFALTSDGDVLGFGNGVKGQLGIGN
TDSHSNPQRVHLLSGKGVVKMAAGLEHSLALTESGDLYAFGDNLSGQLGLGHNFTAKEQTPQKVPPLGRAKITQLACGQD
HTAVLTSSGELFMFGNNRDGALGVAGHANEGPPIVASAPQLVTGLKGKHVVQIGCGLQHTVALTAAGGVYCWGENGRGQL
GTGDTQNRYTPSLVCKPLSAFKCIHVACGGQHTIAVTDCDDVYGFGSDRHGQLGLGRRGVIVPVPTRIVRLGGRRVKNCV
GGAWHTIIGTVTGEQYIMGCILPSANSPPVAGGGAGGAAGATCSSDPFALSCGDFRRLLLPRGAEACSKGHSLLYGQGLG
APPSALREVSKSLGRLKCDFSRMVVRQKPDVLFTPHAHHDSDSLHDDDSRIRSVGADSLSSIGGAAGREGEGQGNCSSCD
NPVGAHLSVLKARCPPLYEHAATVVSRSRSRRATDADQPGERETDSDGRMAAWRVCAPAGVPLDALQLVICYLYQDAGVF
DKPKPETAETDRDYKYEDASFSGNTGDAAQSEPNRARDRRDRLFSIRSKAGVADEDDEQLKHGTAEMSMNPWDEGDEGEH
ETAAGFGSFGGAYGGNGKYDGAGLDRLVRLMAAARTLKLTRLQGLCEKRAEAFIDCRTVHKVLRRAAEGGFPYLKRRCLE
FCLVHLGEVLADVLSLSAASEGAKHAAASEESFEGDGAIPCIEALRGEAACVVPAEDYQGDFLALFEEIAAESVAAEGRE
EISPPRPTQAGHAAKAHSDEKKKRQPTPGPVTSFAQGNDKGELPRASGDGKGEGSVLVPGEKRRAAGYKDVGKRPAEAEG



DFKIRAGEGMPAVTVHKSILAARSGFFRALLEGRMADAGQDELTLKFEPVVTICALLEFIRFLYTGRSGNDIEPLIALEV
LFLTKGDEGSGGFFQVAGTDELRRFCTLRIFDGMDSDNALSILVRAKAFGDERVLEAAIDYILGHFDSCMSSLKPPDGFG
GEAEDGGGTLEEDPMTTLIPACLEDDESPAVDLLLALAKRCTVQIKPGT                               
>Esil_CBJ30427                                                                  
MVDGDTCDVTFVVTSVASAPSSSEGLIPQPAGTPERARPRTETLEQGSHRGDNCSGKNVSGAGIADSDTAGSCENRERHR
GEGQEALAGGAGGGTGGGELESDREGADKLTQGTTDVGTAAVTTSGSVSSTKLSSCSPAHDTSGNTSSSLGTTSREFRCH
RVLFASCSAYFRALLYGGMSESETRRVELRDVTPEGFEAIMRYVYTGKVSVDAANVMDIFSLAHRFGMGELLKACAEVLD
ECMNCDDVCRVLEAAEYYGHDELAAKCWDLIKDNTPRVLKSESFLELRCQQVLSLVREGELQVNEAELFKAVQAWVSRDT
AERRRHVDELSRHFRLPLMSLKELMSVVRPTNLIAADAILDAVTYHADPTRWTGDCLTARPRGKRLAWDASSLAAGAWTA
DDNRTGLGFIGGPSERTRSAEPRSGALGQPSSESPDRIRRALEVVAGHSTLRNAFSCSTGCPSTARPYLPVTGFIAGTGS
SKLGGNTAVDEYSSTSITDGDVVTVMYDADGGVVTFFVNGTSLGQAYSGLSGPNVAAIAVNAAGAQWECVDC        
>Esil_CBJ25968                                                                  
MLLPAPAADVVRLALQRRNGGDCLRILVVLACLASCRRGRAALSLAVCKVTSPVSFLLYCIGLSRRRDRNNGTLLCGNDN
GDTNAGQRPRGRIGGWRGAFRRGIPSCESGAGGELFDQQGGGALASRSALREATLGARGRRAAFERFGELRRVGACCDVT
LAVGGKHFKAHKCVLAAQSSPLRAMFEGSFKEGSEDVIALLDVEPSSFSLLLDFFYDRRVEVTDENVEALLDLSARYGVS
LLRRHCCAFLAGSASPATACSLLSVADRYDCHRLRRVILAYTLERFPTTCRDSSSDGFRHLSAALVVEVLKDDRLAAGQE
GELAVFWAAISWLEAEQSRRRNADEVLSHVRFGLVSAKALADAVEAHPLMQSAAGKAFVHGAYRYQALPPESRDDLASSM
AARARPRTAAGGDGGGGGGYRTGRSSSAALKPDHGDGVGDFSGWLRADGFGDDQGDSSGCSSCEGQGGGGGENESEGEGD
PPVPGGEGSWHGNSNGAAAAAAAADGGIGDGMRSAPVSGSAEEIGAGREESASGESRVGSESRPRKLHMTDGSPIRRLWG
AGTRMYV                                                                         
>Esil_CBJ28734                                                                  
MLSMLTDPALSDVCLVVEGIDVPCHKAVLAAWSRPFRAMFTLPMLESRHQCRVVIEDAEHKHLMVVLHYLYSGRIGLNDQ
NVMPVSALANRYEVLPLMAQCEGYMKWRLHPSNVVAHLLSAEEHRVPKAAAFALEYLAVHFDEVHHDSSGDFNSLGGDTV
LRVLQHDGLTVDEETVFLAVDGWAKAWEHRRSIRGATRNYAVGRSPPPAVAEQDASPGARGWGGRESNGGAGEERSTMDV
GDEPPKGLAEGEAGRVLQRRASGPAGGEGKQGGYAGEVLQRAASFSHPPPPPEPPVAGVRKTAAVGAPESSSPIEGMTDE
RKGTLETMAPIPEEEQAFVDELLMEVRFPLVSTSFLCQVVEKSPVITGSRVAQRLLHEAYRFQAIRPDGVDVDELFPGNH
RVKYRGHERVLFGEDEGCVGHVEDYSSSLSEVHLVENVKQRDEKYWLPGQPEEAYFCVRV                    
>Ngad_00464                                                                     
MLIVEPKKETLIEHFKLLAEEVVTRFPEDADVVLFTGDGKSFALHRVILAARSPYFRTMLRSGFKEGQQAGRLIVPHILP
TMEVSAETRIFSSEINYKGSKRVMGEKKDLEKKKPSNQDQVEEKGANACCDASEPQALPSIHLSLSGEALRRVIEFMYCD
EPLSPLEVPLVFDVLDAATLFMLPGLRNYCVSALMEHVDKIDIFSLLEVARLYDLPRLENFVVERMAINLEKVVEADKFR
LLVEESAATVKAREERDSIPLIDDIRYFVCRLHRFDQDVQEMKIALIESLLERLGLKT                      
>Ngad_03402                                                                     
MLRWIRQDRIMDMPTLKNHTATLVGNRIFVFGGYDGQRNHSTLHVFDHTTLRWVCEKVSGKAPPGRNGHTATLAENKLYI
IGGWLGSGPLAASDVHYIDLAEMKWVEPPILGEAPGPCNMHTSDYLPHRRQILVFRGGDGREYLNDLHGLHVDTGRWERL
RCSGTIPEARANHCSAVLNRHLFIFGGWNGQTRLNDVHVLDTDTMVWSRLEPRGVAPPPRAGMTLTRIRDRLYLFGGSGP
AAKCFDDLQILDLKEMCWTEITSRSKSGGGGSSGTALSSGSGVGEERAIPGAHLASAAENSGLERSRGGGWGGNQANPND
EHVTESVSIWGEGPGPRAGHSATVLDRRLVIFGGSHGSRYLGEMFVLDTDPVPEPLVIAPSCAQLIGSHLRHYLDREDFS
DVTLIVEKRPVRAHRLVLSIASDRFKAMFSSGFRESSEREVEVEGCSFEVFKLMLGYIYTGEPPSALLVGSQSDPILAAE
LLALADQYMLDHLKQLCEARLTEEVREDTVDSIMDLAERSNSWQLRAVCRHFVRNRDERHASFASSF             
>Ngad_03902                                                                     
GDRGRARCSWMVRQQFLRRAYCDVSFVVEGKTFPAHRCWVAAFSLPLCAMFNSGMRESQESCILLRDTDAGAFELMLNFI
YGGPIELNQDNIESVLELSVCRRHAYGAML                                                  
>Ngad_05984_01                                                                  
MIMTPSWGFLFASFLHIVPGSLSWLKKHPSKLLVGSSAGVIQLCDIEREAWETENAIVLTYEEFDRLTSLHGNCDDTCVL
VSGYSHTVQLYDTQTGAIVRRFEGIHSDHINISRFANHSPHLFASSSFDKSIKLWDLRCAGTRPLYTARSEQGHVMVCFS
PEDVHLLASRVDNDIVQLEAVDGRIALHLKGLPKTGLADNYTRAYYTASGRAILSGSSEEQDVRVHCAQTGDALASFEAY
PGRRHHSLYVQSLRGDPLCDHRFSILVNYRDASFPLEIISIDMLGDGHSHTLQAATSALFPFPSPRPLPSIPEGKLDIVP
MSSSLAFRGPDGNGGHAELSSCESLSRGREGQKETMDVEQEDTMEKEKEEKETMDISSFFPSARLRDFLHDLYREDVKGQ
GHGPPMEEQELAWLGIVKDESDGGGEGKRGEMMYFRVHLPIVCARSLFIKEAAARVLVAPSFSPRPSASSSPFSPAPRVI
IPLPLRYSARGSEDQEIATSESVSGHLPSLHVVFETVLYYLYTDELPSLHIEAKDSDAVLDMLPFLEALLMIAQEMEISR
LFTLVEARLKEMVAVPTCLPLYALARRVKARQLETFLAYFAACHQELLAVHFCSSPLLPSLLKSVEIMMEKEGGYQFVAS
TDSSEPETESGDFDRQEGREAAEEARLDLHVEALDGERRTNQEGGHVHEAEKEEEEVEKQEMEQSGNETEYGKGPGQAHP
RSPPVGASIPTHMGHTATFLHLYPSDSFAASSPCKDSIGTAPFMSPSSLPACPPASPLPLMVVLGVGSRRSCLSFCSLLL
YNTRKKRWNRVQASGPLKSIPPSLVGHTTVPLDDPFSRQDPRRRLLVFGGAHYTRHEGKVQEEERGREGELEEKSEEDAL
GLMEPFYLLSIPSLSWARYHPHDEVGKVVVDASLRRVAFHRGLSVAARNRHTMVARHFPRKDDQREQLKTEMWVFGGLSI
SHRAALQDTLLLSYFEGGRGCSGQEGRFEWSLPEVEGTPPQPRWSHGAVLLPGKEEEGGDRMLILGGVSTEVIFNDLHCA
RLETISPASFPSSAPSSSSPLSCSRLRRKIVWEKVDVVNGSEQGARYGHTMTLLDRRHIAVLGGVSEIGVNVPISDMLKI
LVIDSLSLTEGLVCHWKTYPTIYRPLPATAADALPSTLDAPALRRLAIPPPRSQHSVVWCPPEGPKAGGRGHIGPQGRLL
VFGGVRDTHDNFAAGKDSDVYELEFLCGHAALWAAEADQRERGGWSLERRSREARFFGREGQAGSETMHIRDFPHVFSPV
GGLTEERALQKYQVVIASRPRASIVALPKEPPVFLLPSTLALDLLQLLGFGEGRQWGRDGGRVCDVYRRTVGVTGEEAGS
VGEGGREGVLEGREAGQTTAEVVWAHKSFLRRRCPYFQAMLSSGMREASEPIISLGDVSPPVLRALLLYLYTDTLQVTAE



IQTVLLPLLLLAHRYGLHPLMQMCSAYVRRALTDRAPCADVLEWSDVFHLVDIKRMCMSVQVMRGWNEGGGKEGSCEGEK
EEGLSERLKRQLQEFKRGLSWEKGEEGNGEGAEEEEEDIGVEEMEEVLEEEEEEEEEG                      
>Ngad_06508                                                                     
RTGAMSDKKSGIPRRKDATSSAESAGGEEEGRAAATMNISLAVETGTDGLEEEANDNMVSSPMNSGVSSPTSAEPNLSSS
LCRKRRRPGGRIDLKTGTGGNTGGAAGGESSSSSLPSSSLSRSRSLPVLADLRQRSHSHTQEHELSPAVDADDMPVAGEY
ASNMLQTMNSLRDQGALCDVVVRGDKLAIKAHRVVLAAASEYFRACLLGPMQESSDKVIHLSGMDDGALKELVSYAYCGR
VRLAEDTVLEILVAANRLQVPQVVEQCCDFLIRRMDSSNCLTILGIANMFHCAHMRIKAEAYLHRHFESVYLGEEFLQMP
LDKLVQLLSNDSVSVTSEETIFNAAVRWISADADTRRGHMLALLRTVRLQLVPTFFIADVIHQHDLVQCCPEAERLLLQA
YHWHNSALQDLREQAYRYVRGRAIRPVIYVIGGDDGHDDRNPYSDVISLNTHLSAWRKVSPLQQKRSVCGAATLRGKMYV
VGGYDGERAVETVEEFDPTTNTWRYVANLSQRRCSCGCAVIDGLLYAVGGVCGPLALNEVERYDPVTDQWTLVPAMQDGR
SGCGVAELGGLLYAVGGINCNGDTVCTAECFDPSTQRWQSVQSMHETRRSFGLAALGGLLYACGGNDGVNDLNTLEVYNP
LTNRWKVLVPMRHARMYCSVVVLDEKLYAVGGLDGTTSLNVVEVFDPSRGVWEEILPKLDHHVCGCGLAVMDCVAPEKEL
DVKEKIKSIGGYADQNNLSGAMTVESASDEAVISVNNG                                          
>Ngad_30562                                                                     
QSRHDSMLYSWGRGEDGQCGNGSTNDQEMPMPVEGLKHLTVVQIACGSGHTVVLTEDKDVWSWGRGDDGRLGHADNHWKY
VPHLVSALTGKSIKQVTCGSYHTAAISDTGALWTWGGGMYGKLGHGNEVGHPAPCRVEAFIGREVEQIACGSRHTAALLA
GGEVYCWGDRENGVCGIGEAAEHQYLPKKLEALKGVKITQIAACGFHTAAITQDGALWSWGEGKFGRLGQGNEKNQVTPC
CVEGLQGVRVKQVACGGFHSACVTEDGDVLTFGGGEHGQLGHGDKTNRTVPCLVKALEGAGIVQVTCGWSHTVTLSEDGK
VFTFGNGDHGKLGHGANAKSALPKLVESLANMKVAKVASYNEHTVALCHAEQEQAVMSFDFLKDLRRLINNADFADVVFL
VEGQRVHAHRAVLAMRCQHFRAMFKSGMRESWEEEVAIPGTRQVIFLLLLEYLYTDLVPSDTMLPETAIELFIAADMYGV
ERLKRACENVFQTGLNIENAATLLQTAENFK                                                 
>Aano_F0YC82                                                                    
MGQLEAWGVRRESAVRCLASAIVALAALSSNAPPAQKRAIVAARRRQSSHPSPAALTNEIPMAVAVEVVPLRAAPAAPPA
PPAPPPAPPARSVSLGADGCERLVAALRDQLSAGGGDVAILGDGGALFPAHGALLRASSPVLAAMLDDVADDGETDIPEL
RVGGASEPVLRAVLDYAYGGVVRLTEENVEPLLELASRLRMTALVEECCSFVAQRTRPCRACRVLAVADRHKCRLLRRDV
LLCVLRHFDEAAGLAVDPAVAVVAAGGRATKKTMAEGSRAACGAGDRAEAAAGFGDLPLHLLEEVLADDRLDARDESVVF
AAAVAWLDAPGREAQREAHADAVLRHVRFPLIDPEFLADCVEPHARMQSPAGTKLVHDAYRNLCLPPERRKVAPRAAARH
VPCSETHRPPSRPPSPEPAPAARAPSVDSGNPRTMMLNALKSVLPKGRSAATTRSVSGLLEGYGDHVFKGAVAESYLSKQ
GLAAGTLDNSEWTKDAAAADKVAAAVLEWATENDATSFCHVFQPLGASGVRHGLVGQVQNAFFKFDAAGKPVWDLKGKDI
LAGETDGSSYPNGGLRGTHCAGGYVSVDPTSPIFLRGDCIFIPSTLCSYYGDALDEKTPLLRSVDALNSEGTRLLSKLGF
DVGGLQSNIGLEQEIFLIPRDQYVQRLDLMMTGRTIMGADAPRGQEMCDHYMASPSSATAALACMQEIQAQCFRLGIPLV
TRHREVAPNQYEFAPQFGTATTQIDQNVTLMQIIEEVAPQYGLAALLQEKPFNNVNGSGKHNNWSIGTSEGVNLLNVGQV
TDKSGSPDVFPTIMAAIVGAVDDHGDLLRMAIASPGNDFRLGACEAPPAIVSTYLGEDMTSYLEAYAAGGEAEYKPGTKA
LDMGVAAMKKLDIPAQDRNRTSPFPYGGHRFEFRAVGSAQNVSLVNTVLNTITAAAFKKVADRMDAGESARDVATELIKT
HVPKVVFNGDNYDEANQDMLTKRGVWRIDSGVEAICRYSAPKNTALFEEMGVLRAEECAARQQILLDHYVGVVDMEAKCM
IDMINKHVIPSVKAAGLGPLSDLEAAVGTLEAAVHAIEESEGEAQATLARDLRLETMEAIRAHCDAAEKVCPASLWTLPT
YVDLMFLDQTSNFSYED                                                               
>Aano_F0Y9D2                                                                    
MEARGDGLERFLPAAADAQKTTSQLALPDGEFGGALRSSLSALYEDRGGAELELTVEGSTQGVACHAFVLETWSPVLRAQ
LSSRWAGGGVSGPRSVEAPGGSRPAVEALVAFCYTGRCSVDDDSVLPLLRLSDFWGVAHLRELCGSFLFETSRSSDSGDL
AGLVEKLKIADEFGLARLRQRCASALAAKFDELFRAADGDSGKRSSPLLLELAPDMVGEVLCKSRLAVVDEADVLDFVRE
YAASRGDPPAVLAQLLPAVRFPFLGDKLLELRADAELMAVDGAVALVMRALEILAFPQSAKPVSAKEEETADPSTLQTLA
RTGLCCFDGTFSSSLATIGDRARALSIPVGPHVLFAVTRPGLAPRRDGAPDGPAPVVSWRVRVDALPPPRNRDGDGPANG
ARGGRGARGLGARAVQEQMRELIGVSADSWTFGLWVVAEHDVAPLSPTNNPRANPACSNFAICNFTKARNTTVLQIQGNG
RAALAGQQAGPGQQNLEGHEILVGDVYGADLRSLKRPGAPDDAPGDLVVAFSRNGALLGQPVPLSVPLLNPALFPEPHSR
FNLRKENFRLLVAGGRAQAGANLMPVASTSLGTLGCTLLPQGETTPLPAAAFANAPRLGLFFVVATCRRAAASNASEVAT
LGTWWQNVDATTDGSLNASFSSWWQGDFMASVVDWLNATNGQRPSLAYVEDEAAYRRWYEHERCAFALPWAGQESEIPNF
KGSFLGRFPLALPWDESGASFVSSHELETEILGDNTATTFRSSRTPKYDSSLRPSEWWHESLGRESADGEATGADGVQDV
FVNFALSSFDINEHRGSWSARGYIGAYWYDPRLMFALTEGCGDDAAVASGHYWLLSDGFEKKIWNPDVKPKNLAAGGFKI
RDRYVKIFPYGLVYDVKSVEMELDCDLYLRKFPYDDQACKIVLSSPRNDVNYLRFGPSVEDPVTAYDERTGDKVFNDQWR
VKDESYEVVSTTYFAQADQEFVKNTPVETDAAYALPLSGTYHEFECVFDFRRKPGFYEVEIVLPAIFFVIISYVGFFINA
SVAPARVAITVIPVLIMRTLLSQVSAKLQIISYLTCLSKFLLYCQFLTVFAVLEYGFVQICLLHESRCRDVRTHLNSMKR
FIVADSAEDAPSLFDKEDASARDVLLVEEGAKAGAELRMIKHEMKHVERLERSNPVFKELLDELRKLYRGADATGDGLME
PFELAIALRSYAVYIAPSQARKAMINQKYEHGGDDVEIDHATVAFTFAEFLHYVVHYDENPTTFNGRRSWAEHFNPSFHP
PSTNCDGLFRLLFPPVLTLLFITTLGRCHWDSR                                               
>Aano_F0Y2T0                                                                    
MGDDGWERVDRPRARSKSRGREEHKSPGRGLYQRGGDDRGPRGRSQPRYGDRYGDRPGRPDWRERRDDGRDRARTPDRRD
ARPPPSSPEASNWRSAPRAEFAPDPAPSANAPGWTEVLVWGLPATWTFRNVLAYAQKGGGPQPVSARLLRNRATHAPLGC
AVLTCRSEGDGRAVCRRVDGQAVGRNRLSARSDLRRLGASRLAVRGVDFRRTSTRSLRAFLEQVGDLRTFDVPRPGSPED
VDGVSAVVTYAEGFGAAGAFAVLDGAVLDGAALRIATLAVKALRVETPPPPPDEEDDDGDGDDDAPPPPPDQGNAATLTS
IHDSSTRWEPAVNLKWSAELARGVMDAATYSSHGAAESKDADDERPPRPTSSRLVRRAVAFQVDAATSFLGAAPARAAPP
DLDTDVVAFRALLPQRFELGGTAWCAGLWPDAVSLWEMLGKTKLIPAGGAAPPPRHVALALAMVDGDGDDPAAVSSALDK



VTVAVVAALRPADPAVSLSRSPLDPAVLVRADGSVASAHEPILLARHCGGPDKSRDILLCLFDRRLAVKRPYLHEDAMRP
ELILTLLDAAEPPADAAPRSAPAPAVPESPPDDDDEDLAAAFYPSEIGLGLLDLWEGKVGADVTIECADGVVLDAHATIL
AARSGYFYREFTAPGGEVTKAFLFNGEDSKVMAGVLCFVYGDALVDDHLDLLNDYGATAALLRAAKRLDIHGLAVWVEAC
LESTMDVAGLPALIDALGPISAPPHARPATPAEAALHAAPLAGLHSLRAAARDFAEDVSAEPDVAAMLLAAAPRDPDFRA
TLEAALAATIKATSVAALLDLATKVDSEALRVACMAFARNNLSKVMCDPAFSELLQRRSDLVFELLTALDDQPQAKA   
>Aano_F0Y4D1                                                                    
MRAWLRVTHDEGPCQRSLHVAAIWRDKMLCFGGYDGSNRVNDCWEFDFGKRSWSLVVPASGSPPTPRDRHVAVVWGSSFY
VFAGFDGTSRVNDFHEFSFGSSSWAPVRALSGLAPSPRHSHAAVVYHDSLYVFGGYDGSYRCDFHEFNFVTCAWSPITSD
GRVPRARYRATTVVHEHAMYLFGGHDGTRHLNDVHVFDFGARAWSGLQAEGPAPIPRDSHVAVTHGHSMFVFGGSTGSAM
NDFHELRLDARKWQPVQASGYAPGHRFCHVAVVHKDSLYVFGGYDGSNRLNDFLEFKFGFGGTDIPASSLITDLRQLVDS
ETLSDVTFLVDGLPVRAHKVLCMRCSYFRALLTGEMLESRASEIAINDVRHPIFLALLEYLYTDNVDIALDIAMELFQAA
DQFGVERLKRMCESKMLASIHVENAATIFHAADQHAAKSLREKCLNFILTNFDAVTRTASFEEMGRVNVELVFEILKSRS
N                                                                               
>Aano_F0XZL5                                                                    
MEPHDLGAYEDGEDHSYQPLSWRTDPATSLSDWDVVVTWEADGGGEETRTYHVHKQTLAVGPRSGAYWAKLFARWADGTA
ASEMRLDAAAAACVPALLDYQYDPRGALDVSTATAMPLLHLASYLGMRSLYDALVAFVQRDLRPETAAAYVAAADRRADR
FGLDRCRAAAVKVCASHMEHAPSLEELAPDLFLLVACSEDRCCTGAAFSRRVASYYRTRASDLEDPGDFLRAIGARWPGD
AVDPGEALFLLGHALDHGEADLAERCVAAMSRSWERTLFEADPCPDGVDPEILRGVPGFPDGAAAAAAPPPPRRRLLPAA
AAALPPAVELDVLRRALGQARDDVADARRDASLLVDELRAAKSETRALHNFVRVPLSCHPSKFGGGLDRPPTAMPPHDAE
PENGYVVTEHSWDLAHWVTKYWPVYIYKERPATTAPPSPSSPRIDDDELQAEREREAEASMARLLEEAMVDAAPLELPPR
>Ptri_XP_002185016                                                              
MADLPNTAQVLHEAILTNSLDVVQSYLGAAGVDPNQSPPLCPLAQLKRALRRPDAVAHDVVVVATQDVYRVSPLHVAIFN
CYHNHGSQEDPTPRETALAIVQALVDAGADTTLVASHIAVVQKRDSSLIRIQDRAPIGLALLLKQNARGPDEVNMVESLD
AAMQCIVPRADARDASGQDDVIETMTVPESFAQSFGSLLFSQEFSDVKFVCKDGTVLHAHQNILAAASSYFRTYFQGPWG
TLHTDGCWKTEITPDVLRAVLMFVYTGKVDDDLLEEEAKNIISVAHEYELFDLQLLAQSSCVANLCPENSKEMLQLAKLH
ESDTLKDACFDYIKENMAAVLMHPTFVSLADEDSALWAELNEFLQESPTQAGRKRSRS                      
>Ptri_XP_002184283                                                              
MANNGGARQANAQINEHVEFTVKPEEDLYLSGSENTIRRVTAETNYSCLMLKTQRFSSLFRHYAKYHGLRKEDLEYYFVN
LLENEDTPESVQLQRGDTIMVRKRRKHEPPEAAADDEEFIKDMRELLDDEEHMDAVFVLNKDMDCQQEIRAHKSVLTARA
EYFKALFRTNASAEKKEGTAFKESEECVIQVEKDFTEQQIRYVLEFIYTNRIQVVRDISTDDLLCLLHLSDKWLLRDLKR
LVEHELIRDHMTVNTVARLYGATEDYHASRLSRACIEFIMTNLRQLAGNTVFEEEMKSYPHLCMPVLKAAANLIPDGPAL
KKQRTDHHGTPSGIGSSPVPDSDT                                                        
>Ptri_XP_002177347                                                              
MDRMRWTEQSASRVGCPTIKNHSVTHFGDYLFCFGGYDGRRNHMTLLIYSILEQRWFRPHHAMGTEGQGSNFLGDPSFLV
QGTPPPGRNGHSATLAADPDDEENGRVIIIGGWLGTGPLAASDMHVLDISGAGRQLRWYQPPIKGTPPGPCNMHSADYVS
ALKEVFVFRGGNGREYLNDLHALHVETLTWRRVETTGAIPQQRANHSSAFLEETQELFVFGGWNGTERLNDIHILDTATN
TWTCPRVGGVLPHPRAGMTLTALRGRLYLFGGSGTSAKCFQDLQILDRQTMAWLDVTQYETGRNGHHDSEHETTGTFRFG
GSHTLDDGQSHMYGHLEETPRFTFGGAQQDNSLDANQEAVARPPQQGGGQDGASLSLGSFTSSRADWHARDMAARHRQPA
LPNVSPNPNDEDSVPAVLIDGTGPGRRAGHTATAVHRKIFVFGGSCGSDYLNDFFVLDTDPPPHALVSEPTSVQLFERRL
RHFFNDEEFSDVTFVVQGEKVYGHKMVLSIVSDCFRAMFTTGFRESEAMEIEIPDCSHASFLSVMEYVYTGALPKMDMAN
QDRDRSLTRVVEMLELSDRFFLDHLKQICESILQPAVTHDTAEYLLGIAQKTNASQLQSICEHFVRNRNEIA        
>Ptri_XP_002177179                                                              
MVPPPRSGAASVVVKGRLYVFGGYGGGTGRLDDFFQYSFETGQWDEVKVLSEAKPGRRENNGVVISDSSRSIYLFGGYNG
SSWLNDLWKFDIESQRWTCIQESSDPDRADDANAASGDVPAGHQVRGKAPSRRFGYVSVVHEGKFVLFGGFDGSRWLNDM
FEFDFSTKTWSEIDAKGSLPSVRSCPAWAKDETHVYIQGGYDGVERKADFFACDLATYTWTELPCYGTPPSPRYFHSCCL
YGNKMYCYGGYSGSERLADMFAYDFETNHWVQVDCSSGDAPSGRSSLVAQVYENCLYVFGGYNGATVLNDFYKFRLKPIL
MPPPTLVNDFSRMINNPDLSDVRFLVEGKDVFAHRSVLAFRSEYFRVMLCGGMRESLARQDAGTSCVPSHDLQAIDLPNV
SHLVFLKVLEFLYTDSVKDVSLETGIYLLIASEQFMLDRLKALCEDLIRRDIQVENVIGILAAAHSHHAAGLKDIALEYI
MRNLNDPVIMAGLADLKSEPDLLLEI                                                      
>Ptri_XP_002183875                                                              
MKALHAEVAKDLLDALLDDELSDVYLTSSDDVQVPACRFVLAARSTVLKRMLYGSFREAKSSTICMLGYDSVTLQAIVDF
CAHNDISRCTAKLKQDETSIRQLVHLARAADYLELPGLEQLCECEIRARMTLHPPLACAVYDEAERSTEVSEYAMQMLEC
RPYVALDHGGDRATGGGIESLHSERLLDVVHNTQLGAGEFFLFRMMERWFQDAQLKDHNAALQTAHKCTQYLQFENIEPS
LLLKEVKSCEFVSSELIFAAVAKQALRASQDRVWSLGCRGKEHVERVLVEGAGNRDANGMYYLIAPLANNDLYAKREVAC
GQQRVYTLSCSTKEEQYECRIFCSTLLTSGAIFNLQSMQKTSVVEPVFQPVLQIIELKEPESSVPTPIRKYYRVRVSDGE
VHMAGTLATAWNSMVESKEVLARSICKILQYGLYEIDGTVCIHIREMSIVTTNPGQRFGRPIPLEEADGYSREHQSENLL
SLYSCTHPRVQGAKDIKVPRTGWQVDDQGDGPVPSCTWMPPLRKADNLNTSYTSLRSSTSPISGNTEPHNGSS       
>Ptri_XP_002183770                                                              
MVPLPQEDGERRPLKQGDYGAIRVTNDHDNSLEMEEADDGQGKDQASSVPPPSSTSSDAAHRVLIKTQGSFWEDARDFAP
GSIPHSAVLALTIGCVCGVAAWLYYMFLEWALDFLWHDLPERFVIDYWPEYLYVLWIPLIGFGMAVGLGIVVKVMGEPGD
LPYTVKCVHEKGYVAMNHVMPMVMASQCSILAGGSLGPEAPLVAICAALGGFVSRSVFGMTDRNLVRKHTLMGMAGALAA
FFGCPLGGSLFAMEVNSRFGIEYFEHTLEAILCGEICLVVFRALAGLPIQAIWDISDDKLEATSVVDILYGCVLGLLGAG



VAWGFANFHWKVMHMFQHFNLLKNERAIHRAMAGAVVVVLMGMLVPQTMFWGEFEFETIATMAPTKDLMHIWPTSGLLGF
EMDSFGSAMIVGVAKLIAISFTVSGGYRGGYIFPAFAAAAALGRAISILCPFIPVQLCVLCMAAALNVALTRTALATTLI
LAYLSGEQNSISAILAASLVSLFATGYMPFIRSQMVRADLDASLYYSEDYPEEAFSMTPMADVHKMSNTTTTPGAVQGRK
SNGGVQVVSYQNDTEWPLHYACRVGNLEQVQYLVKQSKASIGSKDDIVNQHDDNDATPLYYAALTGNTDICRFLLEKAGA
RCQGHDGARVFYVALTSDLRKLLRVWSLSAATRDPYLDRWQDAFVQASESDQQGDCVYHRRSSFQHNSKPFCRSKSIYFH
RIVVQARCPALADFLHEHYPESAEDSKAASELRLDEYPEAVVCGFLEYLYTGVWYIENLLELRSQALALASKLEQQDLVQ
IIHTKWPDMAKRIEEDGKGFQTSLTMEVSSIPRLRKDLRKLAHWVSTPHHEISSFHRLNHLLTWSDATIQCRDCSWSVHR
FVTQSVSEFLDRAWSGSFLEAQEGSLNVSEMPCTPEAWSLAIQWMYADQFLTSVDSDTALDVLELATTILCPQLASYVAN
IVLVSLVELENVLDLLLLARSYGFDKLEDCCIGVVALHIDKLVGSDDLRSILTEEAAEISQGGDVRPQILFFGACQPFAP
PWQNNNGEIALGSVGNPSRRATAILVLAWAQTSVTASSCDDSVHCSAGYYLESASLRSASAPCIAIGKGFWSPSFDNNRH
SCQILPLYVAASVALPFAGTTDDVTGSERYRLREETERLSAFRDACERPGGSSLTFMETPPAMTSRRSTSHNSVYIPLEP
FLSIFIVVMLAIFFTAILDRRANDNELELETLRAQTAQEIAALRKMLLDFQLKADRNCID                    
>Ptri_XP_002183444                                                              
MQSLSPLQTDFSHKAQKRVAQHSAEREIHKKARPLLCWGAEPSENHSDWMIEVVRADGDKTCPALSFYVHKCVLAAGSQY
FAQLFRHGNRFTEGKTQSSRIELCEIGASAFLAFLDYLYSGNLEEESPTMTFTATPLQYLARYFECPQLQSDIRRFWTRD
LGTQNCWIYYEHSKIFDDKEIMDAVINLCIEKPSEIPTVSSLFEITDTKFWLEILEKSSKEIVVRYHLSLLIAIYLFTEE
KKGTTKREDFFRLTDEKYLPEVDYRAAMFFLRVEETFMSDRSAGLSSLQERCVRALVANWTRMSYFDQTNIGILLKQDTV
LLVRLLSLTVSQAKESHSELLLKDNMNEKIISHLYPLVKKHIQNEEFIATFHS                           
>Ptri_XP_002177255                                                              
MDDERSNDEDNGGEVSDQAAAAAPPDILPVEEEDHERNPPPPVVPVHAEAVSILQLHRAPPNANFHGSATSSSSCAVSAS
NQSLLRQQAHSPVSNATHGLEVSARSFQGGYRRSYEAPFQQLAFSDTSPELDMEDPNASEQSSGWSDVAHSQDHGNGGVP
PSPRSLHAGALLNGNFYTFGGYDGNQRVNTFHAFSFAEKRWSPVFPSANSSPPPTPRDRHVAVAFGNAFYVHGGFDGTSR
VADFWAFDFSTMSWREIVALQGRHPSPRHSHAAVVHGHSMYIFGGYDGSYKSDLHEFDFTTSRWNAVPAVGRRPRARYRA
TCVVHKNSMILYGGHDGTRHLSDTHVFDIDTKTWAILLTEGAPPVPRDSHVSVIHMNSMYVFGGSTGSAMNDLHELQLPS
SSSMSAKWRSINASHAEQPRHRFCHVAVVHSDAMFVFGGYDGSDRLNDFIRFDFTVYDLSFEVPQSTLIADFRSMINDVT
LSDVSFIVEGRDSPIYAHKLMLVRCPYFESLFLGSMRESRQATIYIEQVSYPIFLATLEYLYTDHVSISLKNAMELFEAA
DLFCIPRLKTMCEKRMLQSITVENAAGIFLAADMHSASALRQKVKKFILSNFEEVSKSSCFEEMGRSNIELVFELLQSR 
>Ptri_XP_002185140                                                              
MADKDRYIVAQEETGYGYFDAEGERELFQSKSQDDFPLTWRGDPAENCADWTVVVVTNELKAASYHVHKNIMCFGSRASK
FFSRTMLNKTPSKKRSKRQQLSTTKVELNQQDADNFPLLLDFIYAPCGKMTSGGTVLTAASTLTSPSLLPVVNEDDGSSS
YTVENISTNNAVSLRHLAKKFEIEALVLAVNKFIQRDLNFKTGPAYLCAASEYKDERLLESSRRLCAENFEQIDMRELIR
LPLCLFRVVVRCLESFERDNKSLSCFLSEVVCRYLEKHQKEINGELLLELTDSLVMPYIAPEAAIGFTSLIKELKTENAE
KHFHALSNLSRRCAQSVVKEYGWTDFSVSAAVDEYLGHSKDFKFDDHEGWRVDSLLFATSFAAALEQAQDDYEEVLVEQE
RLSCMVGALHQTVSMMEVLNSKKDEHMTKQQRAIDEAKKQILGLKDQISMISQQQLQRTSIYPALYEQTDTEIQMGSSLD
FRHEKEHRDAPPPLLSYSEETWSPVKDLVSPCQVGLDVQQNKSRRKQELRTKAEMRSRSMLV                  
>Ptri_XP_002176931                                                              
MANTEGLSDENVESLLRFDSSDHTRDRPRNNPSARLRERMDAPMGERPAATVIRRSTDSGRRPRGRAIVEPTAPTRLSTS
AHGLPHADNGNAPSPRAAAASSQYLPQNRHQEQRQPELEQAELNFPVVGSIVERPRNRTPGASSSERTRPSKFAQERHVR
AGDATSLNQGFPSLNVPLGTFVKDNHQQRRNATKTTTSIPPTSPLLVESAEVPARTSNSIDELRTISQRDAQGMLQNMTP
VEIQSHVQDLRQALPSSTLAFLQSRSKKSPVAKPPTVLAEAKVEHSEPARVTRDDRVLGKEEFSQLLSSISTYEDLDAAY
ATYVPTELQEKAASTLDQQQDDSFPMACDLLRSTAPRQNLWAARAVYHRLRDDWEAGQFCSLETDRDVVWPYPVVLPVSL
RCLLDNSFQRTNGFVLHTYVLQSIYMLLLLRSSREHVLDVTGQYVSSSMVYQECALDDAVPTPPTSAYYRSNQVTPLSVG
AHENVAYSTSSSSESATMDGQAFQSDPMWTLLSKMRIVPRLASLLYCPDVPLILLPAKALVSICGILAMIGQRSPGAASA
IVQHPTLLSNLVERTCVPFDGESRCNPNVALPTILLLCTLARQSRVAALGISVDAVLLQILSRKAEHESEYRLQRWTVIL
WRTLLRYGHCLSPLSALVPLAAPHLSLGVSYRFSLASDFASAFATVQRCAWVASLMDENDKRITAEQQTILAHSGAWLAS
SIRNAIVNVSTQVAVSSIDESTSDWIARLRYGSSCFQLLASFLAIAQDNSTNTEECKSDNLTVLEERDCVSALVSIENSC
VMQRILDVSMRSAFVVEFSGNAPFNEEEEACACTFLVEYLKLLESLRERFDVDIDSTETGRNLRLLLERITRLLEDKFLF
ARLRGEVSEDGAESKKYNRQRRAWLNRCHSGIVKFLVTQHSTLSELSGLACTIIGRLENGDEALAANLLSHDCLFSSQKQ
QFPRAVSPISTMMVRELCRTQIGKTQLDHSFKLQHGLGITAGGVGQFDISSLLSQADAGPAPDQTSPDAFLPVGKLWVWQ
ILSGASALGVGQIRLQAGHEEVICILMSCLDLIQGFEKYQYIGGEGYGNSLPRGEKLYHLMNICLQTEIVLSEGIILAAA
TNLFVEYTQRNCNQSFVANFCDACLLHSTARSRREVNEKKTEEETNLLALLDEPSDTLLLTKASMRSLSDFVIDLYESFV
DHGAQYPFFTKCIRTFLLPTFPARIRCELLGRLRGLLHLLSLEGDNMSELLYFYLSAKSPLVDESSRDDPEFLDEITSAY
AIGSGTRGDEGFVSMFAVAALTKSLAISLAFPSSGQSASKRRIQRLEHSVAIKVLQSAARFASSRRTCSALVSAVMQGDA
NDDTCNLNSELVSAPIDDEKWNAIISVLRNRFADSVKIMLNEGTEIRADMDLLRNFSGYFNALLDGCFAESRSRCVELLS
LDKAAVQTLIDFAYDTNSVDWDAVEDLSLLDEAADYLQIHNEQLDVTLQALHIVQDCVEQGWVSFTKPRHVLQLPISKKN
RAWRLWVCYVLCLELLPHPETHVDQPTFTQMLQKITGDAVALRRELIEYGLVLREGDGSSYWRPHYSICMQANTSDEIRS
L                                                                               
>Tpse_XP_002293822                                                              
MSAPTLAVLCEDADEETTIPIVGVRFEIFQCMLRYAYGDDIPDELWKPTNNRNNSNNNILSSSPAMELLDAANRFGVVGL
KILAESKVQQHNISIETASDLILYADAKNCPLLKEKAMDYFVLHAEEIRKSPSFERIEESTHIMVELMDALLSSRRSSTN
TLRSFSLGEQDVDYGSMSVNLLRRMLEERGLDVDGSREMLIGRLEGWNVGRNNM                          
>Tpse_XP_002292857                                                              



MDVHDKPPKPSSEEAATAPLSTAISSESAISNCTTNGTLLADIHSLLHVEEVTDISLIPTPSSCAASSSNDNSITSVPAV
KAILAARSAVFRRMLYGEFCETARSNSKNIAENVEVQLDYSGRVLQLLVEFCFTDQLASLNHGEDGENGGKSKDGRNNKY
DINSNNNGGPISLEEKARLLTNLSGAAHYFDIPKLESDIKKQLSTMMLDHPSLACAILDESSKILPGEEIGLLAMDRIRA
RPKAALLPWMHGVGGSGEIVTPSFGAVNNNHDSTTRSWEGKGGVIALSASLLEQVIFDEKSSASELTKFHCLRKWVQGCK
HEVSMEELELPRKQSEDDILSLDQSRAPSPPTSPPNKSSFRDGKFEDEHHQQKLAIAKHLAQKLDLSLIPASDLSSTVND
SQLLSTHDLYQAYRLQALNAERVKSKVIVEGAGLAEVNGTYIQGGVHEGTPMYNKEGVWKDREEVFRIFMCTYSNGNKSW
CISIVPKGKEPGKTTDVDFYECPVSYGKGIGGGPLYGMEMGVVPSRGWKLVSYGQPPVPRASLISVLEK           
>Tpse_XP_002292823                                                              
MIPSISNAKETTEEMRKAFKNLYANAVSCSDLSAIQSITIPDGACKEGGWKLDGCKEGSGRDMEGAVTLDWRADPFESMS
DLTLVVYDGSGGVPYHVHTILMAFGGRRSGFVVDQMKQQQKKSGGSKQSSSSGSKNNTNAPDGKEYTIEIYVPALAAKYI
PTLLDYIYGSTLRFTTSNAPPIRYLSNKFDIRDLHTQVSKSFISQDLELNTAPQYCIAADELKDFELRDKALRIMAERME
RMNVNLLNGMSPRLMRSLVQCDKLECGGVVLSEKVAMWLRCRDAAEKEGSSVIPLTDEDFYWLTHVQLMPQVSPHDALFY
LNYGANYPQVMNEIGPGSIKSRCLAACSGSWALDNLTAHLDNPEKRSMKLYENLEMDMKVQVLESSLVGAKKLMGERDQL
SSSRDVRENDVQLSDEIMYQSIQKQYTSSSKVSKVIVMGAGIAPANGVYIYNPNSAANKSQQKDFPNMTIYEKEAVWNQS
SVTFVLYPTSAGQYYTQYKLAVRLNNKMIVFYNSPTVMGVNGVSSRGESGAPLPEQGWEVEGEGVHPPPQFVGKIEQPVS
IERSSLTKSV                                                                      
>Tpse_XP_002291664                                                              
MSSQATAIIDVGTPPPTTLNLEKLFTFNFHNFESLDSTKGTFVISPSIKCFDHEWAVTLYPGGDKNARDGMVSLFLRKTT
KGSIAVEFALIIRDNEVTNNRTTDEFSDNVPEWGYSDLLDRSLILSPSINMLNNGTLTIELRMKSDESKLCSNLIPKNPC
STDLISLLKHNEKSPSDITFHVEVISAEKKSYKRYHAHRALLEKFAPSLASLSESYDNTNPMVVSGVDRIIFGAVLRYVY
GNSLNNVDWEKESKNLIDAADRFGVTTLKIEAEVRHLKYCSKFTVDNAVDTFLYADSKQCALLKEAATNFILENAVDILK
SDAFKSMPGDKSLMSEILMGVARNKKQRSGAKPNDYEAMSVNELRVRLYDRKLDIDGSREMLVARLKGVANERKSEEMSN
NDAEAS                                                                          
>Tpse_XP_002288579                                                              
MAECWLHIFLDEASADVLFEVHPPLAIVDEADVDQQRRTLAPARFFAHRHILCNCEVLRNLSNAYNSLEPIPITDTAPDM
FRRILYYIYGGEISIVWMYDHAEEMIDAAFQYDIGTLKIEAETWYRIKVKLTIDNVVDCYQYAVSRQLKTQMKVIQAFVV
ENEAAILDMIPITDNPGFHTMVVDSLTESAEATRSSASRQLDEASQRNALSSTIDS                        
>Tpse_XP_002295639                                                              
MVNDDEYSDVTFIVEGQPVYALRGVLAKRCEHFAAMFRSGMRESEEGVEIPIPNISQAVFLLILEYLYTDSVKVELEHAV
ELYIAADLYQIASLRDMC                                                              
>Tpse_XP_002295574                                                              
MRWSEAAITSDDVGTAPTIKNHSVVSTSVYVVTCEKSVGLLFLQLTTNLITDTIYSQTYHRGLLYCFGGYDGRRNHQTLL
IYSLKEQRWLTPGGGRHGAEFTVGGSAPPGRNGHTATLATCRSSRQRRRLIEASIRDNMMAQPHNPNIERVPEFMERDLM
RRGGNMNIGNNMIVDDSRNNNEGGNAQGGDDHRPNPNDIDAEMAEEVNIMDSNEDDDDEDAQIIIIGGWLGSGPLAAHDM
WVLDISGGLERLRWFQPPSRGTNPGPCNMHSSDFIPSRGEVYVFRGGNGREYLNDLHALDVESYVWRQVETNGEAPQQRA
NHSSAVLEWNGTSELFVFGGWNGSERLNDIHVLDTSTSTWSTPRVTGVKPHPRAGMTLTALRGRLYLFGGSGTSSKCFDD
LQILDRAEMCWLDVNDEDAKSTAARCDNAIDNRDIHQWGSAYSGQDGMGGDDDQQGGECRGGNSRSIKFADWRSQENHQV
GSALACTSANPNDEDMVPSVFVTGKPPGKRAGHTSTAVGKHIYVFGGSCGTDYLNDFFVLDTDPPPLMKVTEPASPQLYA
RRLQHFYNDEEFSDVTFMVEGRRVYGHKLVLSTVSDCFRAMFMTGFRESGAGCTEIEIPHTTYDIFVAMMEYIYTGKAPE
IDVFSTEPGHGLDRAIALLELADQFFLYNLKQSCEQLLQPAVNAETYTFLLNVAQKTNASQLESYCRYFERNMNELMD  
>Tpse_XP_002296040                                                              
MNQPRERAIDVDVGKPPFVSSDWQCINFHFHAFPSLITRPNHEVTSPEIPFGGHRWALVMYPSGFGAYRHDGVQKVDITL
KHCSENGTTARVEYTVRAKDLNGNVKAGMSQKQSFVGTMSSGFLTLVRSEILDPTSNILSDGTLTVELRIKSMESASNTS
SATKCQPFVPTNPLCRNIQRLLFDEDTADVLFEISKRQTSSDEGGNNDEIVTFRAHRAILHASAPTLATLCESCDNSTPV
PITNVTPDIFELVLRYVYGLCIQAEDWKLHSKELIDAADQYGVINLKLEAEYWYVKMTNVMIDNVVDVLLYAESKHLALL
EERVMDYFVENGDEALKLVPFHQIPESRSFFTGLLAAMNVKKGEGGGSVSISTIKHLNYKTARVDELRRRLDDAGYDVDG
SREILIGRYEKMLADGNGDENGDEEEIASLTSSRRRSSTLSDGPRH                                  
>Tpse_XP_002295852                                                              
MDSNLTVGGVQQLVETEGHFTNRHQPVLQAVLSDGERSIEVVISTLLSHLVKSEQIAEYTLIKVKTYQYNITDDNIHIVS
ISKIEILENNPGGVIGNPASVLDSDSAHKKDVKNGYHYFNVDDGDWDNESDKEDPLTWSLEEPSDFCDWTIEVTRIGRHG
KAKDNLASSNKSQLQRYHVHKAILSVGPRRSEYFATLFRQDHLSEFSTNTSRINLEESAADVFPSVLDYIYSEKTVMFTS
KNATAVRHLAHYFGVRLLWKFASVYIKGDFGLETAATYLSEALLYHDDKLVQASVDILAECIEEVSRRTLTKLPPSSFER
IVTSPHLKCRSKKLSDIVLKYCQAQGESVDMPLLMKWTKYERMPSVSRKAALPLLKIAVSREEQAGVNLADTHNVLRTRC
VEACVEEWKETLAKPLLALESRDKNISRILGCQSVEHRDLPKEIQVELLEKALCAAKIELDDVKAELLYREEQVEELSKN
IRKPASAS                                                                        
>Tpse_XP_002290420                                                              
MDEGTPPSNNSGTNNNQGRGTTSLKQAAAVTRSSTRGTSGERRQQHQSHDRRRRSNNNSAAGSVPCQQDALRRLASHKTA
AFVFPSGSSRRVPDLSVATSSSSVASGSLTTSTSAANVRSPVAAFASASPSAAGSTERAVSAETRSIGVQPQRALVSATS
SQQHAPRLQMSFHSQSSQRSSHPESSFSVSSNNDTAPQKEGWSVVNTDPLAPGRPPCQRSLHAAAVLRDSMFIFGGYDGQ
NRVNDFYQYHFPSASWKEIITLGAPLVGGVATAQQGHGGADTGGGANNHNNPAAGGNNNAAGVVGVGVHHRSFGATVTAT
GTPPTPRDRHAAVAHGSTFYIFGGFDGTSRVSDLYGFDVERLVWNEIRPRVMTTPTNNNVNEGNAGQAAGGAGRRPGFNN
VDAGGGVGGNGNNNNNNAAGAWEPLRGGGDDDRAANAHQQQQAVVRQIHSPPSPRHSHAAVVYNDSMYVFGGYDGSYRSD



FHEFDFIHLSWRPVFGSGRSPRARYRSTACVHGDTMILFGGHDGTRHLADVHTFDFVSQVWSLLMTDGVPPLPRDSHVSV
VYKDSMYIFGGSTGSAMNDLHELAFPPSSQEKFATDSSAAPDYATTAGSFGLREGENGEPALAKWRQIPPIAGGGIAVHR
FCHVGAVHNGSLYVFGGYDGSSRLNDFVKYDLAIDDLFQTEIPPPTLLSDLRSILDDEGAMSLSDITLMVEGIPVRAHKL
MLMRCPYFRAMLLGDMAESSQTIVNLEIVRHPIFMSVMEYLYTDDVSIPLDSAMELFVAADLFDIPRLQAMCERKLLESI
TIDNAATIFHAADVHSASSLRNKALGYVLAHFEAVSKTPAFEDMARCNVELVFEILKNR                     
>Tpse_XP_002289494                                                              
MFGGYGGGTGRLDDFYSFSFDSNSWEEVEVLSEEKPGCRENNGVVIGDSSRVYLFGGYNGNSWLNDLWCFDITTQRWTCI
QESSDASEDASNSALGRLGEGAGQGPSRRFGYVSVVHNNKFVLFGGFDGSRWLNDMFEFDLNTNTWKTIQAIGQLPSVRS
CPAWAKDDTYVYIHGGYDGVERKADFFACDLSTYTWSELPCKGTPPSPRYFHSCCIHGNKLYTYGGYSGSERLADMFAYD
FETNHWSEVDCTNGECPSGRSSLVAQVYENSLYIFGGYNGVTVLNDFYKFRLKPVSIPPSALVSDLRRLMIREDMSDVTF
IVEGQEVFANRALLAVRSEYFDVMLFGGMRESMRDDAGNTNEPIELQDVSYAVFTKVIEYLYTDTVSDLSWDISIPLMIA
SEQFMLDRLKALCEDSIRKEITVDNVIGVLIASQRHNATGLKDIALEFILRNIMDPSVVAGLSELKSEPDLLVEIITRHS
HTQSSASWGSSAVAVTGAFGPSSEWSGSRR                                                  
>Tpse_XP_002288002                                                              
MAANPARQGGAGAAAQGGNNGNQNNMNEHVEFTVRAEEDLYLTGSENTIRRVTADTNYSCLMLKTQRFSSLFRHYAKYHG
LRKDDLEYYFVNPLENEDTPESVHLQRGDIIMVRKKRKAEVPEPAADDSEFFKDMKELLDDEEHMDTLFLVHANPLSRAS
VMGGGEGTKGGDAAIVPGNESKKRKIGGDSGSSNSNNKSNNSSISSDNNNAMDNDTDLVEIRAHKCILTARADYFKALFR
KSAGENSSGEKVGTFKESTECIIRVEPYFSPKIVRLMLEFLYTNRIECLKVSSRVTSSGMVTSPQNVSTDELLSILHLAD
MWQLRDLKRLVEHELIRSHMHVDNVARMFCATEDFHAKRLNKSCLEFIMENYREVTGSVSFQEELKNYPHLCIPVLKAAA
ELIPEPAYKKARLSGMGDLGSTPGSAAGGIASSPVPDSDH                                        
>Tpse_XP_002287637                                                              
MKTTSMNRSASSPLEISPPARGVGRTSSGRRMFQSLNNAASLTRRQSSASDITMDLAGLGTDNIEAKPKKKGFFYSKTWR
EYKKRRNAKHKEISDEGSSISGEIMINRDLTRRKRSSFLKGNSVKDLNATNVTAYLAARIEAERPKISEVYIHSSAILVG
MSKSHMLDVALVGNDDIPVRASRFILGCYSKLLEEVFFKQRECSMYDEEKQTIVVDFCNSQVLKAAVHHCFSGELPSDFN
VDRPDEDVARNLAQLDHVAKTFQLRALGEVVYRAARTLINRRTVLACAVFDELSLRHGVGSVDSTCIKRYALDTMREMPM
DTLLGGGVQWMKEESVMSIMQDQDLDVDEFYMFKILKAWEGGATRTNDRLAKARKMAKHIELKFIEAELIKSQISNSGYF
EDADIAEAIKLIEETLANRDPHEMERVLVEGAGTPIVNGIYLRVEEELGMSEEEILFVKEADDGFSDVGLYLYGTKWHIA
MCADYSNCFYSCVDDPGKTAANELVPRNGWTTTYGGEDPPPACTYLPNTRAARLGLDGTVLAPNLEEMMDPTIAEKRRSG
YFEKQNHDTIEKRTMTLEQMMNLPEDRGDVFTSP                                              
>Pinf_XP_002908277                                                              
MEREEDEEVEDSDDEEETQIPIEDQMMEMTQELPATERDTSPPPVQRRSPPASPPPMTEALAGPTTGSPAASMSPFADVE
STTPQSNEDEDSRSETSSEVSLGSGRPGRRQRARKRVSTACSDHRNLSERMKKAVACEGDGEDSFGQSMIGADVVLCVRH
NENRREANGHGNAASNGSTVRGIRRFHAHRFILAASSPPFRAMLMGNMRESSRRDVELHDIEPNIVEKMLLFMYTGDVVL
DLESVLGLLIAAEMYELVALREMCKGFVLKYAHEVFCDPQIVQLPEKILLELIPQDELQIREMALMEALVMWGESRVANA
NKPLGELLAEMMDFVRFPTMSVSDLYGKVRPLVNNGVICEHLLTEALFNHLKWGSQTGIASKRAKPRALTASLRKRKRVS
FTQHVTFETTPQGDGT                                                                
>Pinf_XP_002908044                                                              
MGLVFAYGHSLDGALGLGHDLSGYVGQPTLVDFFFDNLIVVRDISCGGDQLAGAHSAAVSQDGELYTWGVGIALGRGTLR
SASTPQRIALPPVETTANGAEATTTVGSVSCGSGFCVAQTREGHAFSWGKWGDGRLGLGRIPIIARTSRRHGGGAVRKQF
QSFQLTPRQIQSIYVTQVKPSQHEAPLFSKIACGDAHCVGLTRNGALVTWGRGNSGQQGRGDASDALHPTAVLKESAHKQ
WRDVAAGENWSMALSFDGRVWTWGACGGSVLGHGLYGSQKNALLAEMILQRHQRLLSQRKKSTTASLSCPRLPQLKWMTP
QMIPCFASPDFRICRISAGTQHAAAISDTGDLYMWGEGNSDDSDGLALSSLPKLVNSGQSHGEAGADDGNAADIGTHSVE
HVVCGGHQTIAFTSGSFLARSMTKLYRDSVARDDKTGIAGADLVLVVSGQRLPAHKLLLAQRSPVLRELILDEEQQQQNR
ITASDSDTYKTSVSETMELLLPALRADVARLLLEFIYTDNFTLDVSKSSYYLVHDVLRAAKLYKLPSLVLLCRQRLFSAS
PSSLFGASASSPEIAKDELSDSNSEGDEDELETLRRSPRMLNDDMKFALSDAVWADTVLIAEGRRIPVHRCMLIARSEYF
RAVLAFHRLAESEATKRKMAVVNVEDSYAAIVRVLRFIYYDQVALPQSKRNGETDTDVSDQLLEDLVAADKYGLERLKRL
CEHAIRVTAANCLEVLVVAELVHAAHLKQVAMRFVQTNLADVTARREDFQRFQEDFPQLLEELYARLRDASRDEFLLREW
HTEVGTSLAAQREEQELQWGKKSDTATFPWVPLSLTLAFGTMYLSMMHAQEHEYSAVPATNLVAIAAIGGAIVMGYL   
>Pinf_XP_002906559                                                              
MPEEDDCDTLVSDLLQVKKLFANNHLSDVLSTTGDHLIPAHRLVLSLRSGAFQAALLRAKSSQVPGQVRFPLKIHVQDTP
YHVFHSLLRFLYTNELGADGEEGGKQRDREEFWQQLLRAAFMYLVPSLVGICRKRQLQKKTLDVLVFMDAVLTTNPLTAR
RREPPDSNTITPPSSQNGRRLINEAGDATNSVLSRCTKAVHELQSMCLKQLQHMDEAAFEELLQSDTGRQCSTERLCEIL
RMRSDTPLVVAIRYQLGRVVNELLRRGEPLDQVGDDGADLPLVAAIKTGNNAIIRRLLVDESAPFFLLTDKVPLMFLASA
SGNVQHCEILIEQNAADVNLISQLKDGDKEITAEFGHQQTPLHVASRKGHSEVVELLLQHNAASNLPDEEGNTALHYASN
IETVEVLLNSAFRTNANIPNRRGRTPLHIAAARGDVAVVAYLIRHGAEQDIVDDQGQNAFHHAAANGHTAVTLVLLHENE
AAMREEPSGFDINKEDLKGNTALHLAAMSPSERCQKMLQLLLENGADPNRANWFGYTALHLFCSHQNGPASIINAFIEHG
SNIHAQSLDGSTALHLAVGRGSQDVAVALVSAGAFVHLLDAAGRSVVDLVENTNQGSMLVPVLRNLSHPPEWVGDEQTTE
CSSCHTAFRLAMRKHHCRHCGRTVCYNCSSNKIAIPKFQVLKPDRVCDTCFDVLSFRKLL                    
>Pinf_XP_002904031                                                              
MNRSVRPENVEFTVKAAEDLVLTGKERSIVRVAANNMYSCLMQKTQRFSSLFRHYSKHHGLPRESLDFFFTNRLDPEDSP
ESVHLQKNDIILVRRRVAPTTLTLPSHNDDAYFATMRELFLSGIGSDITLDVGGDREILRAHRLILTTRCEIFEAMFRPG
AMKESWDGVVRIEDHSPEMVSKMLEFIYTNRVLDLAKLNSNQLIDLLTLSEQYLLLPLKHLCEVAAQDVLSIGNVGRFLC



AAEKFNAAYLKEYCLAFFMNHTSEIVDDENFREEIESCPSMALTIVRATTRHSGSSLEPVQKRRRLNMPFEETEYLSPST
>Pinf_XP_002909053                                                              
MATNHLLATPAFALPLGSSSDDEGSSNNRAGLFSFGQNTYGELALGDTNDRSTPTRVDLGRINDTKHVVDVACGNEQTTI
LFENGDVFTCGYNDSGQCAIGTTERVPSLRFSPGLSSHHTVRLFSGNGSEHLAALCANGFLYTVGFNMRGQLGLGTATTV
TEATLVEELAGKRVVDVACSYFHTAIVMDNGDLHACGCNDYGQLGMGDHSGHLVPRPVDYFFRHPVLAVACGQHYTVASL
RDGGVVAFGKNDHGQLGLDRVSEPVLLPTRLAPPLDRAVVPQLSCGYHHTAIVTEDGAVYTFGRNDYGQLGLGHKLHMAR
PTPVESLSRMRITQVACGCYHTLALSDDGKVFPFGRNNHGQLGLETSMDCLSPQLISTLRNKPVAAGFYHSVCLVGTPKS
ENPPPYTLSGDLRKMLNNPTRSDTTFVIEGRPLFAHSCILVARCEPLEKMLDGRMKDGAQPEIVIPEYSYDVFAALMEFL
YTDQVAVLASPDLTADFALELHALADQYLVTTLRSACENSLLQILSVENVVIIVESAHFRNAFTLKKRCLGFIMDHFARV
IATQAFVGLPQELLQEILLSASHQGVSIPNQANAGATTSEYLQSRYNYSTE                             
>Pinf_XP_002908946                                                              
MLFGSQYDEDGGTDHSGSSTTPPQSSRKKKSVVSSRKSKTSSRRDKTRPSMAGAASAVIAAGPSSPTRSFDSTNSSSANF
NYSSFVDNSVPVNGNGITAVNAPTLLPKTRRRVSKKKPERFKKPKRPVDRQCMYPNVWKQLQFRKKIVQLATNMSEKPIC
VTGVDGFLASWIVCELLSRGYHVRGTVQNGKDDISGLLQLPNASKNFSVVETSLLTPEACDMAVQGCDFVIHTGTPSSCS
VRDPLSEQQEPGVHSIGSRMHCIIPMMTNFIQACARGRIKRVVLTSSIAAMADSVTPDSIINDACWNVTSSLEKNPHFLS
LKLAEEAAWQLVDQLPSDRRIDLVTMNPGTLFGPMLSKSKLAPGNQVIYDLITGQYSALVDLNWSMIDVRDCAVAHVAAL
ENNDARGRYICVNRSVWMKDIVEMLSNNGYSGRDLPWRVGLPRWVGRLPAYSIQLGQVGASLYAYDPTSVRSSPYLGDKI
VEHLNARFRTVDSTVVESANDLLKWGLIKPWAEDHEALECGCCHNPFTFYRRKHHCRECGVIICNDCSMSRAVVEGTEGR
ARLCDKCVKGSIPDLLELLRDEDPDKKRTAVVALESLMENPLNHDYVTRFGGILLLMDAIHHPDEPISSHAAGALCALSL
SVASTLQMVLEGAVLQMLEVEETLSTWAICLQALRNIWKQINRQDFRRMLHAVARVSADANIGELRGNILLTFVHMMDAE
EVPTLLSEGLLSVLYHMLQSTAEFPRCAAAHAIKHLVPAGYDPDVRIDVPPYVVDDHEELFLNSSLSDLQFLVKGHIAPI
NAHKVVLFFRNSYFKNMVRVSIFGTATSQTAVIEVDNCSYEVFSILLRFLYTGKVDITPDVAEELLRASSFYCVYELQKR
TEAFLSGQICVENVVDLLTLSEECNADDLKKNCVPFLMRHIHEVVRLPAFEEHRVRSSEEVLKALTNMLGPEWETSYAKF
KKSVGIKDKDVEDEEPAEAEKTDEEEEMQPTGHQVNEIQKAPLSPRFLLSPVPPPSFSGNTSAFATESPRLNTVGEEKST
ENFHFMKTFGNEDVLFRRSRNISEDYSEGLSEGVC                                             
>Pinf_XP_002907441                                                              
MYIFGGSDSHYDRESMSSRSSSEYGRLDSGRHVNDMHSFNLETNSWSLIRTTGEVPYPREGASMIVYNQSCVLFGGYDHD
LGYLNDVHVFNFETRVWSSLETKGTAPTGCHHPLVTLHNNSLIVFGGQTGSNLYELDLETNTWETIAYAGSSPKSNAPAG
CVNEDKLIVLSEHNEAASFKQIQLPQKKTKCTTEEDLKPDEEGSAIAHLRSLVNNQLMSDVTFLVDGEPIYGHKSLCVRC
NYFKAMFTGEMNESTADEVEISDVSRATFLSLLEYVYTDRLAVADDDVKELFVAADRYGIESLKRLCAQRLLKSVSVDNV
ASILQAADQHNSPSLRDECFAYTLKHFDTVSKTPSFLEMARNNIELALQILQQR                          
>Pinf_XP_002907439                                                              
MALQPSSRAWAPVPCENPSAAPCHRSLHVCAVRKDSLFIFGGYDGSNRINDFYEFNFKRKLWSVVLAIGSAPSPRDRHVA
VVYKDSFYVFAGFDGSSRVNDFIEYNFLTQRWSNVVVSAGLPPTARHSHAAVVYDKSMYCFGGYDGSYRNDFHEFNFETN
TWSLVAATGRVPRPRYRSSLVVHNHTCVLFGGHDGSRHLNDVHVYDFDTRVWSLLATEGPAPIARDSHVAVIHSNSMYIF
GGSTGTAVNDFYELDLEVNTWQPMQFNGQPPGQRFCHVGTAYDSSLIIFGGYDGSSRLNDFKQFRFGEEEFQLEIPESTL
INDLRMLVNNDVMSDVTFVVEGIPVYGHKILCIRCSYFNAMLTGEMLESRAREIQITDVRRPIFISLMEYLYTDYLDVAV
DVAMELFVTADRYGVERLKRICESKMLGSLCVENAASIFHAADLHNATVLRDQCVTFMLHNFDAVTKTDAFEEMGRTNVE
LVFELLKRR                                                                       
>Pinf_XP_002902415                                                              
MALYVWGHNNSQQLGLDVADKEVFELRQVEALRNEVIVGFSAGERHSLALNEFGQVFAWGRGREGQLGLGNVAGVASAVS
QPRRIGGALAGQLVTKISCGESHSLALTVSGDVFMWGLLPVAKVLYDENGEATDASDRAAVELAGLSSEEMREAQRARSR
GDLRRHMDDTIMARLVRDSMQVYEDAGVVNGENVKVQTVRAPCMTPRLATGPLARLVVTNIAAGFAHSLATTNEGAVYSC
GYNDNGQLGLGSRRNSAEFQRIRALESYFIEHIACGQQHSLACSRVIDPGENSHDDDPKSRSGVCFSWGLGVLGQLGTGI
NKSWLPEEVKLARPAVSVAAGSHHSVAVTDDGKVYTWGHSEYGQHGAGETFYDLQHNAHYFFPRVQQALADDPRIKVVSA
CCSSHSTFALSRDGSLMSWGWNAFGVLGNGKYQHSVHPQRVFGLKDNAAVAVGAGSNHCAVAVRPRGAHYSLSYDRVLAN
ADFADLVFLVGGPTKVERIKAHRVVVSARSSYIKGLLRVLDLVTDSQAGGTKVAKKEERLFEVDEFQDVDAQVFRAYLAF
LYTNRLAVASHKRKALGQFASRVCCDALVVQCLDTWRKERLASLPPPSFRRAGHLTATGPASSEAQQFGEDMKRMVLSED
VADVVFLWPVEDSEPETFERLPAHKAVLSQVEYFRTMFMGGFSEGKTAQEATTGEGSDASSKQTHEIPLHYMHRDGVSLE
AFKGLLLWIYTGCFELLSARLEPSDMMDLFVGASLLGLTVLANRCELQLVELLPQLDVDSLRACEDFAERRAGTLVLGSH
VNSVYPTH                                                                        
>Pinf_XP_002902385                                                              
MTVYSWGRGEDGQLGLGDTSDQHRPVPIDALAERRIVQIACGSGHTVVLTEEGEVYTWGRGDDGRLGHGDNGWKFVPRLV
EELRGKNIRQVTCGSYHTAAVTVSGDLYTWGGGMYGKLGHGNETGHSTPYLVETLKSMQVRQVACGSRHTVVLLENKDVY
TWGDKENGVSGHGDTEGHQYLPCPVEELRGKSIVQISACGFHTAALSEFGEVFTFGEGKFGRLGHNSERNQPVARFVDAL
AGKRVKQVACGGFHTAAVTETGEVYTWGGGEHGQLGHGDKVNKTVPTRVESLLEKLVLQITCGWSHTVTLTDTGEVYTWG
NGDHGKLGHNDTAKVTLPKPVDVLDGKRVISVASYNEHTVALVDPVAMLRASMLTSSYVGDMRQLIDSAEFSDVTFLIEG
RAVHSHRAILAARSDHFRAMFSSGMRESHEQEIPLSHTRVPVFLALLEYIYVDSINVGAEMALELYAAADLYTLDRLKGL
CEIIVQKNINVENAAVLFQSANDLHSYRLREICLSYMVQNFDMVTKSDGFASLSRDLILEVLQNR               
>Pinf_XP_002901502                                                              
MASHMKNSAAQLPAMLSQLSSVHSDAGDQQEQRHKLFAMCQRQELTDVVLLLQPEPLQSQDEAMSDVQEVAAHRVILATA
SPFFHALFTSGMKESHEISPRVPLPGVPFAAFQEILRYVYMGELRVSGDTILSVLHAANRLELEEVVEICCKQLMLEINV



NNCVEIYMSCEQLQMRAACRLLAQAARAMIDTYFCDVYRSESFKNLSLHAVMKILRPKERNNSTAVKSWMMRHPIAKQRQ
LSEVLQLPTNTEDETAPKRRNSGNAMVNSKERRPSVSTDDAMDVYTANVLSREIEENAKRQLTPTVFVIGGFNSPGALNS
VEYLDFHRREWHPAASMATRRSYGGVAVSSDHKIFVMGGTSSSSHHHKTMEVYDPEANTWTSMPAMKNARSYLGATMVGD
FIYAVGGFNGQTHLSSVERFDIQTQHWESMPSLSTGRSGLAVAALNGLVYAIGGYDGRKHLKSVEVFDPQTNEWSTIASM
RYARNGPAAVVQERCNSILVYGGESRHGSRMNTSDRLDLDSGVWSDADAFADCRSGHVASSFLNESFVFCLGGSNKKDEY
LDAVHRFDNLSKQWTLHSQMRAQRCGLSVAVVKTSRYAECFAVQKQREQQLDSTSSSLWRKSCEGNTFAQGA        
>Tgon_XP_002372052                                                              
MFLASVSSVGNDQIGTRDAGVCFHRVPSPLKEMRGASHLASACGTYRQPPPQQGNENAAAGPASYCRGPCNSSQQKQQAP
CTHGDYGACGSRGRCCGPSAADGSCGAGAVRRWRPVQCVGDERPERRSGAASVVYGDCLYLFGGYGGHARLDDLCKFDFV
QRRWTKVKAANSPSARENNGAVVYRGCMYIFGGYSGIHWLQDLHAFDFEKEEWHEVETGGQKPSARFGFVSALCGTDGLL
YLYGGYDGTSWLRDMHELNLHSSQWTETKQHGHLPSGRSCPSWAHHQNCIYMFGGYDGINRLSDFFCFHIPTRCWTLIAT
HPPPAAPFSSPSSSPPLYTLSLRQGGATTGGGDAARSSDSASATPSSPAGELASARGSWDSSASRVPLARAGRMGYSNAG
AGDAPPGITDSMVCGNGGASGGGAYVWYPIDSTASSTSSSSTTPRRGSNGGAGCCRVATLGSGRGGRLDSNDDGGCNYCR
GTHGAGGGALATGYGGSCCSCALSGSSTGAPSARYFHAAAAHGNCLYIFGGYNGQERLNDLYVFNLDTHEWQVVEGLDTP
TGRSSMVAQVYKNALYIFGGYNGHNVLNDFYEFKFPTVAVPPSTFLADLRRLLSPPNSDVTFTVEGGKRLYACKAILMTR
SEHFRALFNSGLKETEMAENGIPIRIEGVQYEVMAALLEYLHADMVSEQLSCQQTVQLMITAERFCVDRLKCLCVESLRR
MLSVDTVVEVLIAANAHNILDLKEICLDYLLDHEEEVKERDAMRPLISHSTLLYEVYMRSSGNSSRRSSDSGSGVRRGGR
RSRPDSGVGGVDEPRGGGSTFLPTCHGAQQGRGCSSCGGGGTCGGACEDSRGHDI                         
>Tgon_XP_002370667                                                              
MMHSQAGVVVSSGLDNSSLLSSRQAKQGNPLARLRTFQQSIHRLLTDPAFESLFDVVIVAENKELRAHQCILSACSEYFK
RLFCGPDTAKRIEFQQRWVVVQQLVRCMYGADIEPGTDPEIILEVLAEARNLEVNCLSIEDCLSLIVDQLSVVNCARVLT
HEEVAHHRELSRQVCSYIVKRFSDVVRNPTSRQQLLQMPRNQIVYMVRELCRRCDTNRDTDLIVRFVVDWSQFETACDLL
RDCKLWDWSLEPGALSVFRDEDQSALQAPSLPQAVQWRIPNLRVALREQLPMKYVVGTYFDWSVRLDHGGENKLRLVYES
ALDRNPGQPACIKRFPAALFAWQVIFRGEDVFRERPVFICFPEHVALHWSTTLPISTADVTDGDELTILVTMTEIPLVSL
ILYYFSSDLNQTLAHEDILNRLPHIEYRCLSSYTLFHSAQPQPLASVL                                
>Tgon_XP_002369261                                                              
MSGPEEDVSGEAASFGRCNSSSGSSSSADAASASLPVAEDPCSFASPPFFSSLSSSSALMSSALSASLPPASGAASLEGF
GTGGSVPASPSPHFWSRPNPSGTSPGPRAAHSCDVIGTKMFIFGGWNGKFALNDLFILDVQSLRWTRVEQDGCSPPEARN
NHTTAAVGDRIFVHGGHDGTQWLADLHVLDTTPAHMGRHRGLSWSSPPVSGRRPSARACHSFTRVNEKLYMFGGYDGANC
FQDIDILDLDTMAWIQPAVTGEKPQARNAHTMTVVDRKLVLFGGHSGNTHLTDLHVFDTATLTWTKPEISGSPPPGLRGH
TANLIGHKIFLFGGYDGKRRTNEIYILDTKARAWVVVSNAACSAVCDNAPPSGRQRHSAALVSNRKLFVFGGFDGNKWLN
DLHVLDASRFEEDALNDSAVRQLVENLRSLVNCPDFADVVLVVEGREIHAHKNILAANCAYFKQMFLGSMLESKQSKVVI
PGWSYDAYIAMIEFLYTGKLNETRTDVVCEVMGLADHYTLFTLKSYSENVLTALVDTDTVCSLLKSAETYQARNLKRFCL
DFVFRHADQIMNTPAFDELEAIPSLVMEIAKMSLVKSRKGGGGSGAGSDSGGVDNEQKRETSSSR               
>Tgon_XP_002368765                                                              
MEAVTTKMHWETVTYTWEVKDFVDLREMAQNELTDGCTRLESTTFHDFALWLFPNGQKQHSSVNSIDISLMYRGSKDFVV
AKWSACFLDEEDQPVPRTRLGDPLKKYFRGGDGRRFSYSPSDASIQKWLVDGALRVKCEVQIAMELTSSRPLRGSGKTAD
NSFKQDIVKYCERDETRDVSINCGKEVYRASRFMLAARSEVLQAMLEGKFKEASESEINFEELSPHIAKQILDFIHYDRC
SLLEGSPKAGKDGDKRKRIHDILQLFAAADKYDIKGLGDLCQDALIQNMDHYTIADIMVFAEQISSQKLLQAGQTYLQYT
NAWTLWQALRGSASTTPVSVTTNFRLMEAPTKEVKQV                                           
>Tgon_XP_002365587                                                              
MLEKKNMAIDLPHIQIEDFQKFKNLLYTGCLEEEPTDDQLLDLFELADHYQVQHLCEVLANHIHLRLSPQNFDRFCHFSI
THSSALLRLPCCIYAASNESVKAQFTGGKLSEPVTEELARFFGVDVNPAKKRRFSL                        
>Tgon_XP_002365401                                                              
MMTHQSDGAMAMQSENTVEPLFQLLVHKVTIENFDLMRDLARRKALPDCPEDSDDFFEQGTVLFLGPFGQAAGLDLQLWL
CPNGDREDWDALTITISNEGTEDLPDFTKLALLDSKDGMKEISSCETVGICRAKRGYVRFFFNWTEHNILRVGSRLVLKM
EMRFLRRMVQLGSEPTKPQVSSTFHQDVFDYLSDNFFKSTTDRVFIEVTGTRIVCSKALLSCRSPVFQRMFAGNFREATS
ETIELSDLDVDTAILLLSWIQTDRFPGASEISWAACVKLLMAADRFQIQRLIDSCNRQLRHLLARGLASLQDVVSMRKLI
QENATPITSQLGMEELMHCRPVLRIASHLSAARDCEGYLASKAALDPSRLWSVLDFVPQCAKAD                
>Tgon_XP_002364367                                                              
MDFSHPLHARLRPRARPGGSGSGAVQEIYTGRYRMSYGCHFAAASAHDSSVYVVEHDFKIYRLINPSSESPSPASAGAEG
ACVSSCCTYSSDCPFSQRQSGSALRGETERHLRRASDERRHLRGGTLPGELADEMRASGELQKEWRKQLLVDVIPYLFCN
HRKEYSKLFTGNKQASRAFAVQDRKGSRAAQPTLSFSVAAETPGEPDATKQLLLSGFDVPRMRELRRSCCLMANSCDGML
YLLLHHTLFRISLSGVMTPVANLVQAATALLREHCSRPLLLCPPRDAGASEERRGPSRRNLSRAQDRERRERASRDRDAC
AGVDTGGRQPRAKKGVSASDEDWGFEPRGVRTPQEEARRGFSSRAARPSDGRARREACGSKCGVASASSRPLSPKSRDSR
HAAARREKAREETAEEEDFFSNLSFHTRLDGADPTSALEVATCCIDGRGWCFFTVQGTDDASRSTLPFVDSVRPASRSAD
EGPPSERKPEGVLLCLDTGAVTPVIHPVFLPTTVDPARVFLPSVAAHPVGGITCAVGQAAVTIRKPEARRRSRREREHAE
VEDSPDARSRARVEIRSKREEGREDGGEAAREDGGEESEEKEGEEGGATAPPQGASGSVREDLERRRGQRQRERGESKEG
EQQEEEEMEGAGEELRVQRRPAGNRAAGLPFGDGEPPGEEAKRPARRQTEEAREDTFSAELGEGSPSPRLSARGGEENCR
EIERETEQGSLSKGETRTGDAPQGLPSFFSSFTSPGCTDTRRDWRGASAGASSVAGAFAAQDEGDEERREEKETREAEEE
REEEEEREEEEERDEEEERGEEEDREEEDREEEEREEEERRDEEEREEEGTRSDWWFYPVDEDEPWSLVPMMEVMNNRDL
HELAQQTTLNFGGSLENSVCIYAFDRYSACCWLLWQPGHSVREQGRGETAVSLECAYLIQLPAELYWQEAQRCLLALRAK



QRADRRRRRELARRRREETLTLEGRGRSGEDWQRGRSDEEASDSGEEGDEAFMASAAAALFGPGAADTALVPGVSTPGEG
YSRSAGAPPALLHIISQDARHLEVREMLPTSTGHLLIMAEAGNKLKKSSRLVQVGRRVGSSPSSPGGGLARASTIAARAG
TLHDAGSEQGSRGSQPRRADSSSSSTLASGSLFASLSSTLSWAAAPSGTSPRSEGDEGVSSEAAGISSSMPTAALARRLQ
TTRRPVLGGSLGEALPIPRRGTAVSATASRRLGARASARLPPMTAAGVATAGDVPRRLLSGPGAESALQQSHIVLAAAAD
PEGDEDEDCDAVVLFLLDGLLQCEAPSFWSEGGSPGGAGRDSWGDSALSRHPGTTGSCRRGIAPLSTLLGESSASSQAVG
MPRHRETYEAHPAVAGFSRGLNPLPAREAGTQPIPASPLRASSAPSAFPLSLTQNARSLCCFCRLRREHADSLSLSDDFF
GLWTDAAAPSATSSGRLVLHRNFLDVEICCSDGVRLPSHRALLAAKSAFFEAMLTGACVWREQEPQSDCARGRRDGVGTK
MREKDIARGEEIWVLNLPSHSSRVVAPILQYLATDKLTIPSRCCCSRCCPFLSETTGAAAAVCEKAFVPKNPRQVVKLER
RRNFGYRLCLPGYSPFSPDILLVLPELSETQAGPSDRSTLLPWQDEDPADCGYDPMHWPGKDSGVRTLEDQFSGEAIHES
CGLVEIWGKALGLSRDVRRRVERELQGIIAATR                                               
>Ptet_A0CPK9_A0CPK9                                                             
MSWITIGSQNKGPQGRWGHTSVAQDDKLYIFGGYDGNYLNDFYSYDFDNNMWQTIHQEGQVPEPRSNHIMLINSGTIYIQ
GGGGMSKTRFGDLYSFNNKTWLKQKINLIPRTYHTGCVGDNKLFIYGGESGRDLDDLEIVDLSGMTQYTVKVECQVKPEP
RRFATLQYYNNQLILIGGCTQSYINTPSIYVASFKEVDNNISVAWTQLQIQFSKWGQSCIQFDDLLYIFGGRDDKDSDEL
YSFDLQNSKIQIINNQNKIKARRKHSASIIGNSLVIFGGFNGKYQNDLCFYELPLINSVPLSVELPSKPYQEVPQYQFEN
FFQFENGIHFYKEKYDCLIQTDEKCFGVNKSVLLNTSGYFRELFSGDYAEGQLLQLDLSFVDHIAFGIVLIFSYENKLTL
PILNKEELFRLLELCDYLDMMQLKEKTQYYIAQTVDKNTIQEIYKLSVEHQNNQLQNFCAFKVSKLKMPLQEIDNIQSQQ
VNNMKKIRKLSIVNEL                                                                
>Ptet_A0CPW5_A0CPW5                                                             
MNRRLQIEHGNLKVKRALMRQQINQSHRIDRDFDIDERFRSNSMCMKNDEFEIEDPEYYDQQQTWERLDRLVQSLPNQRN
SCSWVIFEDCMYIFGGFTFNGRLDDVHRYSFQSNQWQRLNTTGTKPTARENNGAIEYKGQMYIFGGCDGLLWLNDFYSLN
LKTLIWEKIEPTGQCPSERFGIACGAYQTKMLIFGGCDGNHYLNDAYVWDFEEQVWNKLQLIGDIPSARSCPSFSVLNNQ
IYIFGGFDGVNRLNDFYKINIFTGKVKRISQHGTIPCPRYFHASEIYQNKLLLFGGFNGQARLNDLYEFDFGIKTWKKLE
VHESPKGRSSMVFQIYNDSLYIFGGYDGDELLNDIYKLEFKNAHMPRSSFLSDLHTLINNPLMSDVVFLVEDHQIYANKC
ILGARSEHFQTLFFEEFRDKEQIFIEITDCAYQTFMDMLLYIYTDQLDYSFNTNRLLNLIILSDQYLLQRLKYLCEEQLI
RKINCNNVIDIILFSKKYNCKLLLVQTMKQLIDNISTIKKRKDFIKLAQEPEILLEIIQKKC                  
>Ptet_A0DU98_A0DU98                                                             
MQQQRPQTAHQPSLSSNPIESPAKTLNMLTSLQLSTNRKLLEQFPKDAHADVVIQVKNKRFELQKAHLRIESPFFDCDKQ
VISIQEYDPDIFEGILKCFYGGQYIIYTYQELYLAYQICSFIKCDGLCKQIEGSFQINKKSFTFALQLSELYGLEDLRVS
CYEFLDSNPDAFLQLFDLGMLKLKKNHKKTTPSDVLGLNKACFIHLIQAHNTYKKTKSEQRQYLTNYEIFQILELYNSNE
EDLKELIVKLIDRNSLTSEEYYKIYHQLACRQSHTILDEPHIQPCHQSVKDYQLQPQPEKNYFDYFDVNKSENYFYKKRM
SELEDQNKALEQETQKLSIALETSMKNTNNFKDTLLETITQKLDNKLIEKDKEIENLRQELLTLKSQINQKDRTIIELED
SIKDINDREIITLRSQIETLKSQLIQRGQTVSELQYSEPDFNDQTLESMNQFTTSQFLQQQELAKSEYQFLKPQTVAQSQ
IQLTVQQTERFQYDAEPVTLDKINQLNYIFDHLKITIFSQIYLRRLQLGSLSGYDVDSFKNNCSGVENLLILVRVFDYNK
IIGVLVFGNEKYLLNISNRQIQELDSIFLFEDNIIEIPGQLTICNGCDSNTCYGQTSLTGNKEFVVEDVEAYSIEISHNL
>Ptet_A0D728_A0D728                                                             
MNRRLSSEQDNLRIKRALMRQQINQSHRVDREFEIDERFNSISMYIKHDELEIDDSGYYDHQTWERLDRFDQALPNQRNN
CSWVAYEDFLYIFGGFTFNGRLDDVHRYSFSSNSWQRLNTTGQKPSARENNGAIQYKDHMYIFGGCDGLLWLNDFYSLNL
KTLQWKKIEPTGQCPSERFGIACGAYQTKMLIFGGCDGNHYLNDAYVWDFEEQVWNKLQLIGDIPSARSCPSYSTFNNYI
YIFGGFDGVNRLNDFYKINIFSGKVKRISQHGTIPCPRYFHTSEVYQNKLLLFGGFNGQARLNDLYEFEFGSKTWKKLEV
HEPPKGRSSMVFQLYNDSLYVFGGYDGDELLSDIYKLEFKNAQVPRSSFIQDLRSLINNSQMSDVVFIVEDQQIYANRCI
LGARCEHFQTLFFEEFRDKDQIFIEITECTHQTFMDMLQYIYTDQLDSCLNTTRLLSLIILSDQYLMQRLKYLCEEQLIR
KINCNNVIELILFSKKYNCRLLRIQTMKQLVDNIATIKRRKDFIKLAQEPEILLEIIQKKC                   
>Ptet_A0DZH7_A0DZH7                                                             
MLKKRGSDQLDIIFEAGEDLMNSSKNQVIILKNNSIRLPITKPRTFLSYSLEFCGITGLNYKQLRFQSLGRDIRPETSIM
TASLVKVIHTNEFNQMVQNPLKTSLQNLFLGGIFSDVILKINDEIVLPLHKCILSCRSPKFNGMFSSNLIESTQSIIKVE
CKKPELFKLMLGWIYSGYWKEFPDNIADACDLMLLADEYMIMDLKQKCEEDIISKLDISNILQILLFVEKYCDILSPIIV
DKAHSLFIDDFDQILRLNPNLEQEITKVPGLMTKLFLNYHQKKIRKARKVHFVVEDFDQQESDSDYNSQDYVRNYTQNFY
Q                                                                               
>Ptet_A0BPT8_A0BPT8                                                             
MSWITINSQNEGPGGRWGHSSIALDEKLYIFGGFGIKQNYNQDGNYLNDFYSYDFDNNLWQTILQIGQVPEPRSNHIMFI
NNGTIYVQGGGGQTKTRFGDLYSFNKNTWIKQKTNLIPRTYHAGCVGDNKLYIYGGESGKDLDELEIVDLCNNTQYTVKV
ENQKKPEPRRFATLHYHNSQLILIGGCTQSYSLTPSIYIANCKQEEDQINISWCLLKTQFPKWGQSCVQFDDLFYLFGGR
DDKDSDELYSFDLQTHQIQIIKNDIKVKARRKHCASVIGNSLVIFGGFDGKYQNDLCFYELPLVNTVPLSVELPSKPYEE
ISQHQFENYFQFENGVHFYNDQYDCLIQTDEKCFGVDKSVLINASGYFTELFNGDYVEGQLLQLDLSYVDHIAFGIVLIF
SYKNNLILPILNKEELFRLLELCDYLDMIQLKQKTQYYIAQTVDKNTIQEIYNLSIEHQNNQLQNFCAFKVSKLKMPLQE
IDNLQSQQVNNMKRIRKLSIVNEL                                                        
>Ptet_A0BMK6_A0BMK6                                                             
MYHYDGNGQSPNYCQQEKLVAKVVRKNAQQCPAIKNHTSVHYKNQIIIFGGYDSKKNHHDIHIYRDGQWTKCKANGKIPE
SRNGHSATVVDNKMFVIGGWLGSGTYASGEVYVLDLDTLTWTLVNTIGEVIAIIKQIPGPCNMHSADLIGQLIYIFRGGD
GKDYLNDLHSFDANTNIWKFIQTPDKDKPPPRANHSSTVWENKLFIFGGWDGKKRLNDLYSYDTSSNKWSELNAAYSPSA
RAGMCMTTINNNIYLFGGSGPQTTCFGDLQCYDPIKNQWTIVELQDEEHFDKARAGHSMTAMGNLIYIFGGSCGTQYFRD



FFIIDTITPPNIHILDFNNIQVNNYFKQFYNSPKYSDLIFFVEGQQFYAHKLLLSRYQNFSKLFESEQQNEEQKIYIKDT
SAAVFEQLLLYIYTGEQPSDQFSTCLQQVKSLLSTADYYMLEDLKSLCEKILCNFIDQNSVSQLKSFAELSNATQLYKYC
DWYQTHHL                                                                        
>Ptet_A0ECW0_A0ECW0                                                             
MFQDNIWECVQQNGMPTPKSGHCCCVVANNFYVFGGQSNTEILNEFHRFNLEDKTWSKIKTDSQPNGRSSAGMCGVDDIK
KLYLFGGTLLIVEKTSKNDLYEYDIQKNNWTIVITQTPGPCERYGHSMIMSNYQIYIFGGVHYVKAQNRMNPEFLNDLWV
FSLIDKIWKKLDLRAQIQPQARYRHTTAVIGNELYIIGGTTNQNRYGQIVKTDFTNMQWSYLELEALKNKSKKNLFKGRY
GHACFVMENMVYIYSGMDDGQCDDALQLDVIQNKWKSKKFRGNIPSREFFSFAQTSNQLFIFGGRTQQNQRLNDLYVWNH
NLRQEEQQYCTLRQEMHSLLEIHQNCSDFTIFTKSGTQYALHKSLIKVRCPILLQFQNLQFSDILVQILIKYIYKAELAL
DLLSKVEIREALQFSAFISDELFATAIIQYFLIDSRGQSDYDFIEKELQQIQGKGNSSAQINFLLKSVLQILEQRKQKQL
VNLFQQQRIIFNNVSNQIVMKFYQDMRKLQYHSETDTIITAQDKQINVHSFVLVARSEYFREMIHFENGVIQQIQVDFDP
QILQNIINYLYCGYQALQRQNEGNFDHLINAFKASSYFMLSNQTFLYLIQEGMAEFISKDNVFDLAELAEQLNATYLLYE
CCTFISENLKGVSLSDLRKLSKEVLIRVLEVIGQKQ                                            
>Ptet_A0DQI2_A0DQI2                                                             
MNSLATLKFVNIENNDLQSHFPIDPNADIILVLNGKETFQLQIRLLKKRSQYFETQLHNSDSKFKVIPGKHDGVVFQKIL
NCFYGYQYHIYKAEEFYSAYKISHFLQINNFITTLQDSLYENFQRIDIHIVLTLAELYEIESLREKYIDYLDENPQLWKI
ILPIQKLEFYRQNYYSICCTKQNDDIPINVLHLKEDILIKLLSFHNEQKNKKSFPEKFLTPDDILKIIQFQTQEERQENT
IKIVNSIYKVEDIYSDNDARRLQTFMGKSYSSSVNSSSCSDRSSKLIIEQQRDIEELKMKLQCSIKENNELQLKSKMLEE
RIENLQQLIENQKKTSINASNLNNSNSQDIESSQFVLQQVAESIPLESSSIDQSDNTFFKSQLHFNSTPQTVFTLSELSY
LGEILNAKIYQQIKFKLLYRGTENNFYLASEEQLTSIKKATSILILIRSVDNDSVFGIFNQNSRIQIINFQSKKRVDYKK
ELKLAINSNYLLKLGNDIEIFVDCCNKKNNICNNINGLGCLAGKTEFQVDELEIYECSIHNEIV                
>Ptet_A0D9R2_A0D9R2                                                             
MDYCMRKTEMTDNKEDDVTFASYEWENIKATTASQLPTCRNCHTATTFKHYMIIFGGKEGEGRKKFCNDIHILDLKRLKQ
CNNSMISWTSQIKVSGQIPDVRMGHSAQNYYDKIVYYGGWNGYTVLDDIILMTPSEQMNVVCIDWQHLKSENTPPKRQFH
TANICGDFMYIFGGGDGKMWLSDLYKFDLVKCFWTQVETTGQKPQGRLQHSSVIYDHKIYVFGGEPDRSHQLNDLYQLDI
ENNVWTRLQPKGSTPSPRVSASAVMMNNKIYLFGGYDGQQWRNDVFMYNITENQWEYIVINEQEILPHFRCSSKENTSQQ
SSPPRPRCRHSAIAYKNTIVIFGGNDSEKSYNDVYMLKQQSTIKLAESTLKQDFSSILFSPVLSDITFFVENQEIYAHKI
ILASRCEYFKTLFLNEQFNLGDKLAITDTTINVFKAILQYIYTDEVFIDSYIVQDLLALADKYMLQRLKNLCEDHLIKNI
SLKNVIEVVNLADKFSAQELKANAMIFLLDNKQKILNTQDINMLSKEILIELLKFTK                       
>Ptet_A0E0E8_A0E0E8                                                             
MSAATKGLIEFVNPCNTKYIYLDKLPKFVKQVHQQMREIEGRQPFGKGLYHCNNYENLIQKLANTRQQYRQSVQIEIRKQ
IASQEYQAWANYIKDRSLELPEQHKVTGKQLNELRRSYDVFIAKGENGLRPSELLNVFNDYTRVNQFTILMDNWCVLQMV
HYSMGYPMNMNRLLTFEEIATLVQTKVLATYERSLGQDLLFREICSYGYWNLFDQSKGYMSIKEFSNFVKIFKYNVEPTL
GGILKEFGFAANLFQGEFVKEIDPKEDIVRFDFFRYLFLERNLMIWRKIDPQGKQPGDRAAHSCDLIMGKLYIFGGWNGM
NALADIHIYDLNQNQWTELQTNGELPSYRNNHTTAVYQTKLYVHGGHNGNTWLDDLYYLETNGQHGQASWYKVHPQGQIP
TARACHSLNIVSKKLYLFGGYDGQECFNEIEIYDIQENRWIQPSVIGTIPTARNAHTMTRYKENLYLFGGHSGAQHLQDL
HVFNTYKLEWTQVVTKGTLPKGLRGHTANLIQNNIYVFGGYDGSGRSNDLFIFNFLTYQWVIPNHHGTGTYLQMEEVALS
QIPQPRQRHSATATENDLIYIFGGFDGNKWLNDLYVLDVGLLENRTIQEENYQRVISNIHKNLFNNQELSDIAFEIGNQK
IYAHKIYLAAQSPQFKALFFSDTKESDQRIFIVENYTYKSFYIFLLFVYTGFINVAELDIELMGEILSLADQYLIDGLKN
LMQKSIKKYLNNETVCDLLIFAQKCSAHSLKNACMNHLLKNISIISETPKYEKLELQPSLLTEITRALLQHKE       
>Ptet_A0EIL2_A0EIL2                                                             
MLKKKGSEQLDIIFEAGEDLLNFSKNQVIMIKNNSIKLPIIRPRTFLSYSLEFCGITGLNYKMLRFQSLGRDIRPETSIM
TSCLVKVIHTTEFSQMAQNPLKTSFQGLFIQGFHSDILLQINEESPIPLHKCILACRSPKFSGMFSSNMIESNQTLVKVE
HKKPDLFKVMLQWIYCGYWKEFPEEIEDTCDLMLLADEYLITDLKQKCEEDIISKLDSSNILQILLFVEKHSNIISQQLL
EKTNSMFIDDFDKIHKLNPNLEQDITRVPGLMTKLFENLHQKKIRKGRKVHFVVDDFEESDSDDYVRNYTQHFYQ     
>Ptet_A0C1Z7_A0C1Z7                                                             
MFQNDGNGQSPNWCSYERQAVKVIRSNANQCPAIKNHTSIHYKKQIFIFGGYDSKKNHNDIHIYKDGNWTKCKANGRIPE
SRNGHTATVVENKMYVIGGWLGSGTYASRDVYVLDLDCLFWTLVNTMGEVPGPCNMHSADLIGQLIYIFRGGDGKDYLND
LHSFNTKTNMWKLVQTAENQRPPPRANHSSAVWQNKLFIFGGWDGSKRLNDLHCYDVTTNRWSELKPIQSPSARAGMCMT
TIDNKIYLFGGSGPQTTCFGDLQCYDPVKNAWSIIELQDDEQFDKARAGHSMTAIGNLIYIFGGSCGSHYFKDFFIIDTD
PPPNISVTDFNNISINQYFRGFFNQSKYSDIIFVVEDKQLYAHKIILSRYEMFNKMFEWEYKNQQQKVYINDCSFIIFEQ
LLYFIYSGDLQCDQNQQSVEFYRQLLQMADYYLIPDLKSLCEKSLSLLIDNTTLAKIKLYAEQMNANQLLKFCEWYENHN
N                                                                               
>Ptet_A0DJU3_A0DJU3                                                             
MNRRLSSEQDNLRVKRALMRQQINQSHRVDREFEIDERFHSVSMYIKHDELEIDDCEYFDQQTWERLDRFDQVVPNQRNN
CSWVTYEDFLYIFGGFTFNGRLDDVHRYSFSSNQWQRLNTSGQKPSARENNGAIQYKGHMYVFGGCDGLLWLNDFYSLNL
KTLQWKKIEPTGQCPSERFGIACGAYQTKMLIFGGCDGSHYLNDAYVWDFEEQVWNKLQLIGDIPSARSCPSFSTFNNQI
YIFGGFDGVNRLNDFYKINIFTGKVKRISQHGTIPCPRYFHTSEVYQNKLLLFGGFNGQARLNDLYEFEFGSKTWKKLEV
HEPPKGRSSMVFQLYNDSLYVFGGYDGDELLSDIYKLEFKNAQVPRSSFIQDLRSLINNPQMSDVVFIVEDHQIYANRCI
LGARSEHFQTLFFEEFRDKEQIYIEITECCHQTLMDMLQYIYTDQLDSCLNTTRLLSLIILSDQYLMQRLKYLCEEQLIR
KINCNNVIELILFSKKYNCRLLRIQTMKQLVDNISTIKRRKDFIKLAQEPEILLEIIQKKC                   
>Ptet_A0C3G5_A0C3G5                                                             



MLKKKGSEQLDIIFEAGEDLLNISKNQVIMIKNNSIKLPIIRPRTFLSYSLEFCGITNLNYKMLRFQSLGRDIRFKPETS
IMTACLVKVIHTTEFSQMAQNPLKTSFQTLFNHGAHSDILLQINDEQPLLLHKCILASRSPKFNGMFSMNMIESNQSVLR
VECKKPDLFKVMLQWIYCGYWKEFPVEIEDTCDLMLLADEYLIADLKQKCEEDIISKLNSNNILQILQFVEKHSNIISSM
LLEKTNSMFIDDFDKIHKLNSDLEREITKVPGLMTKLFQNLHQKKIRKGRKVHFVVDDFDNQESDSDDYVRNYTQHFYQ 
>Ptet_A0DE28_A0DE28                                                             
MFQNDGNGQSPNWCSSERQAVKVIRNNTNQCPAIKNHTSVHYKNQIFIFGGYDSKKNHNDIHIYKDGNWTKCKANGKIPE
SRNGHTATVVDNKMYVIGGWLGSGIYASRDVYVLDLDCLNWTLVNTMGEVPGPCNMHSADQIGQLIFIFRGGDGKDYLND
LHSFNTKTNMWKLVQTAENQRPPPRANHSSAVWQNKLLIFGGWDGSKRLNDLHCYDVTTNKWCELKPIQSPSARAGMCMT
TIENKIYLFGGSGPQTTCFGDLQCYDPIKNAWTTIELQDDEQFDKARAGHSMTAIGNLIYIFGGSCGSYYFKDYFIIDTD
PPPNISVTDFNNISLNQYFRAFFNSPKYSDIIFVVEDKHLYAHKIVLSRYEMFKKMFEWEYKNQQQKVYINDCSNQIFEQ
LLYFIYAGDLQCDQFQQSVEFYRQFLQLADYYLIPDLKSLCEKQLSLLIDNTTFPKIKLYAEQMNANQLLKFCEWYESHN
N                                                                               
>Ptet_A0DN48_A0DN48                                                             
MLKKKGSEQLDIIFEAGEDLLNFSKNQVIMIKNNSIKLPIIKPRTFLSYSFEFCGITGLSYKMLRFQSLGRDIRPETNIM
TSCLVKVIHTTEFSQMAQNPLKTSFQGLFTQGSHSDILLQINKESPIPLHKCILACRSPKFNGMFSSNMIESNQILVKVE
HNKPELFRIMLQWIYCGYWKEFPEEIEDTCDLMLLADEYLITDLKQKCEEDIISKLGSSNILQILLFVEQHSNLVSQLLL
EKTNSMFIDDFDKIHKLNPNLEQDITRMPGLMTKLFQNLHQKKIRKGRKVHFVVDDFEESDSDDYVRNYTQHFYQ     
>Ptet_A0C020_A0C020                                                             
MDYCIRKTEMTDNKEDDVTFASYEWENIKATTASQLPTCRNCHTATTFKHYMIIFGGKEGEGRKKFCNDIHILDLKRLNW
TSQIKVNGQIPDVRMGHSAQNYYDKIVYYGGWNGYTVLDDIIMMTPSEQMNIVCIDWQHLKSENTPPKRQFHTANICGDF
MYIFGGGDGKMWLSDLYKFDLVKCFWTQVETTGQKPQGRLQHSSVIYDHKIYVFGGEPDRSHQLNDLYQLDIENNLWTRL
QPKGSTPSPRVSASAVMMNNKIYLFGGYDGQQWRNDVFMYNITENQWEYIVINTLDNQSNFRGQTKDSTSQQSSPPRPRC
RHSAIAYKNTIVIFGGNDSEKSYNDVYMLKQQSIIKLAESTLKQDYSSILFSPILSDITFYIDNQEIHAHKIILASRCEY
FKTLFLNEQFNLGDKLAITDTSINVFKAILQYIYTDEVFIDSHIVYDLLALADKYMLQRLKNLCEDHLIKNISLKNVIDV
VNLADKFSAQELKANAMIFLLDNKQKILNTQDINMLSKEILIELLKFTK                               
>Ptet_A0DVS4_A0DVS4                                                             
MSVATKGLIEFVNPYKLPKFVKQVHLQMREIEGRQPFGQGLYHCNNYENLIKRLTPTRQQYRQSKEIETRKQLATQEFQA
WTDYIKERTLELPQQHQVTGKQLNELRRSYEVFIAKGEKGLRPSELLNVFNDYTRVNQFMIPVDNWCVLQMVHYNMGYPM
NMNRLLTFEEIATLVQTKVLATYERSLGQDLLFREICSYGYWNLFDQSKGYMNIKDFSNFVKIFKYNVEPTLGGILKEFG
FAANLFQGEFAKEIDPKEDIVRFDFFRYLFLERNLMIWRKIDPSGKQPGDRAAHSCDLIMGKLFIFGGWNGMNALADIHI
YDLNSNQWSELQTNGELPSYRNNHTTAVYQTKLYVHGGHNGNTWLDDLYYLETNGQHGQASWYKVHPQGQIPTARACHSL
NIVSKKLYLFGGYDGQECFNEIEIYDIQENRWLQPTVSGTIPTARNAHTMTRYKENLYLFGGHSGAQHLQDLHVFNTYKL
EWTQVLTKGTLPKGLRGHTANLIQNNIYVFGGYDGSGRSNDLFIFNFLTYQWVIPNHHGTGTHLQMEEVALSQIPQPRQR
HSATATENDLIYIFGGFDGNKWLNDLYVLDVGLLENRTIQEENYQRVISNIHKNLFNNEELSDIAFLIGNQKIYAHKIYL
AAQSLQFKALFFSDTKESDQETLIIENYSYKSFYIFLLFVYTGFINVAELDIELMGEILSLADQYLIDGLKNLMQKSIKK
YISNETVCDLLIFAQKCSAHSLKNACMNHLLKNINIISESPKYEKLELQPSLLTEITRALLQHKE               
>Ptet_A0E4A4_A0E4A4                                                             
MLKKRGSDQLDIIFEAGEDLMNSSKNQVIILKNNSIRLPITKPRTFLSYSLEFCGITGLNYKQLRFQSLGRDIRVFDQLM
IQPETSIMTASLVKVIHTNEFNQMVQNPLKSSLQNLFLGGIFSDVILKINDEIVLPLHKCILSCRSPKFNGMFSSNLMES
TQNIIKVEYKKPELFKLMLGWIYSGYWKEFPDNIADACDLMLLADEYMIMDLKQKCEEDIISKLDITNILQVLLFVEKYC
DILSPIIVDKAHSLFIDDFDQILRLNPNLEQDITKVPGLMTKLFLNYHQKKIRKARKVHFVVEDFDQQESDSDYNSQDYV
RNYTQNFYQ                                                                       
>Tthe_XP_001032224                                                              
MSYQQVQQLTSSSISSKETSSDSTPIKSSNVSIWKEAQLSHKNKEIPSARWGHSFVKANNDLLYLFGGYAESNYMNDQWV
FDLNSFQWIALPNYGNIPEKRSNHSGCYLEQKNKILIFGGGGKEKKRFNDVHLYDIDNSNWEYLKVQNSDLITPRTYHSA
NLFFDKYLVVFGGEGVGDLNDLCVLNLEQEPSWILLQPLGKVPPKRRFHSSATVQNKLYILGGCFSNYRCHDDIWELNIG
EYLQDPHNTQLEWRQIIHYNHVFQPRWGQCSQVYDDKIYIFGGRNLKDLNETIIFDPSKQADCLVKIDQTSPNPRRRGAA
VVVGSTIVVFGGFDGVYYNDIHYLNISQTENEHNSKIDTESHFKFLQNIMYSQQGYDLEIQMSSFKVGIHKVIVLERMND
PKNKAFLNRIEIADVLNLSHRDFEQRFFITTVVQYLYSGVFDYRQIRNQKDLNQLQEFAHEIKLITLLEALNQNEQWIRY
FRYKQHYKKFLSFANSDKKLKSEHNLDSKDKSNNTHQQIKNYDPTFVIVNDSIWFEDNEVFYQYSDITLQCEFKQIRANK
LLLSSQSLYFKTLFEQAFIEKSESILYIEIVSYSTLKILMNFFYYHKIILPSCFEISDWLNLIEASKYFQIPQIQEICEI
ELIKMINIDNLFNLYYSSILFNCPKLRKNCSYQYAQKLYSQSIFMEQNPNEQDDDILIQMGIEAQYIYKILRFQISQDKV
IEQNAINEAEQIDIEYDNHGDLKKVQEFLSNNINWERQEDIINRLKRCNTKQKSFSHYFNNNMIQNNTQVSNAYQSCYCS
NNCEQAFSQNFDSNTNVHIYDSGDSSCKQINNYHSAEIEKFNHSTQSSSKCLSQLFQSQDLTVFSKKNYTTSNLQNNQKT
SKNTKYKNSSNSTNEYSFCLSGRSQDSIQYGTIQNGNKTSSENCNSDFNADSEEYDIQNTAMIEETQTFVQYQSNMEYSL
>Tthe_XP_001023884                                                              
MYIFGGYSDEKALNDMYKYNILSKTWEKIEYQNSISEIPSGRASAQLCAYSEMGKIYLFGGTGMEVNEHSANDLYEFDVN
QKTWRIIETGKYSPCERYGHSMTLHNNFLILFGGARIVKQGNKLVSEYLNDLWMLSLLDKNWRKITPGGTIPSPRYRQEI
IIHNNGLYLIGGGTTNERFSSIFKYEFSQNSWTQVNLANQNSNNKLIDFYNFKLGRMGHICILDNEEILLYGGVDDVVNT
DPLSYSIDKRMWRKIFIRGKHPKPREFFSGCKFHHSIIIFGGRVGQKKVNDLYIWNISCPTPTKKHCTLKLEMLQLFYTQ
ENQGDWVITCKKDSKTISAHSYIIRHRSNRFYEHLKQSNLIFDGCSKLLTHILHFIYSGEVNFAQINPEIITVLIEFSIS
SEMKYFFRIIILHCLVTSANQVFNLKSQKYLSKYYSNYQDELNILDGILRSLQNKCNESQNPFFKSLLNWMDLRRSNQIL



SCLNLNLFYVKLDIKQNQPSQSTPTSRSQNRRESDINGEIFKSLNSFQQSFDSVFHLNTMLYYSDFNQLKLDTDTSNFCF
VYENKQYKVHTAILSARCGYFESYFNVHSLLSQQNEMVIQPFLIHSNTQLLEFFIFYLYNGMEAFTKFKLTTENLINLLD
ITNYFMIKSPTFNYLIENAIFNEGITLENCLKNMQFAEQFNAIFLRSKILSFMVQNMSKVLKLYEKDLLAMNPHFLVEMI
RMQNDQIISYNL                                                                    
>Tthe_XP_001032021                                                              
MISDGTQYLYFFSLNCQNSYFSNYRYTLYRFNTQKEIFDEVNAGGIPPKERECLNSVFHNNKIYVFGSDSTFSQGETQDS
QLKQQFQQQKNIYVFDLIQEEWVSKEVSEIEIPKLCSERYCNFAENLFYLEKSLNMTVVKRNLESLQGQKHVFGYLKNRK
IQDQGLLCASDNHLYIYDIDSLYKIENIAYQANENQNTIELADQKQLQLIRLNQGVILTECMRSDIHLKGFRVLNGILYS
LVQIKNKIALLSISQTDLKDLNEEAYLLKQNSNLLQAHSDQNQINQNIIQQIQEEQQNRQNELQKQFNGQITIEQILQEQ
QKNQKISNKNVANSKNRKINQSYYGQSLEEDDISVELINYFNQPTYSDLRFKFENNNDMYCNKQLLSYYSKYFRKHLSDP
DLLIVKINDVSFTAFQLLIQQFYYQFTNDMSVYDYNTIIDLFNMANKFSIPILQEKCESLITISENNFKQIIPLIKKVST
YSLKEKCIEFMKRNKQFLNSEYMKSFEKSDLILLLTWLNNKQCQHKKTIKIQSELKSNYQYNYSNVANAKGVIGHSATSS
QDLQLTSNKNQQIEGGQQSQQNLAKSQNNQETQETFNCNKYKNFSGIIKDGALDIHICLNCKMVLNYE            
>Tthe_XP_001011983                                                              
MNENFEITLEVNPNLQQYFLQDSLSDIIIKVNAPNCKNHNKEYKLQKGYLQLESGYFYDTFKNNPSIKQIILSVDSPLLE
AILKCFYGFTCQINKKNIFDALDVCEYLQIETLQDQILEIMQENIDQFDIVKTWIISQKYKDRCPAMEEVCIKRLKQEEY
CIFRNQDSFQNPVGTNQINSKTDLQLIPQKPNCNVVLMNPEYFKKALLSQGSDFQFLKRQHVFNAIKFYCEKKFSSNKEA
VNDKICKMTYELINPNDCSADEYKDIFCQQIFHNYNHTRHSSGNMNNVINDPFRQSYLLQSSQQLNLTFNQTPINSKLLL
NPYQNIQNMHRFSGTNMVSPQHRPNFSTSPNGFLYNSSIGADSFIFAQSINGGRYYQQPLNDEKSEKLINTFDALKESYQ
NFMKLSSSSQQGNQSIIESCELQVETLEQKMKRLLEEKKMRVSVLDEELKKVDEYILEQKKKHNTSMLNSNYMEDINKML
ISSNNQSNQNINSSGNGNLPQIANQLIQSQHIPFHQQNDDLNEIERQIKRKNTHQRLLCSNSSDNQDNKDILLSNNQNLD
KQKEQFFIQDNPLFNKVESDNEDNQLAEDDDEDAVIEQQNQQNQNKNMQNNKSNKYDEDIQDYEEEDDDEFGSGDVDFDE
IMQDIDEFDHAQKNIQPYQKQTVLNTPHINIEEITNSVQMINNLHPTDNIEISNSNFHLDQSKNFPILFYETESGSHDYS
KNGQLSTSKSQQNSKMEQTALQQNNILKTSPQNHEKSIKSRIFGYFLKK                               
>Tthe_XP_001033382                                                              
MLTTFETECPSIKNHSAIYYKERIYIFGGYNGQKNLNKLHILNLRTNVWEQPRFANDSNELPQGRNGHTSVVVNNKMYVI
GGWIGQGQHASNQLYILDLDLLKWTKMETSGQEPGPCNMHTAEHWENKIFVYRGGDGKQYFSDLHSLDIITFKWEKVEAK
GNAPPPRANHASCLIGDFIYIFGGWDGQKRLNDLYKMNLRKLEWTQIERSEWIQAPPARAGMKMISVEEIIYMFGGSGPS
STCFNDLWLFDPKCNQWQQCRVTLNESDDSHNSFEGNDQSGDSINNKQFLQNIQKSNQNGLMSSNLNVNNLELIKNKNNL
MNNNGNGQTIESYLNPRSGHSMTLYKNLLYIIGGSWGPNYYKNYIALDIDPKPELTIKYDDQNTSSGCGFFQNLKQFYNN
PQFSDVQFSFQGEILYAHKVILSLMGESFNTMFTLGMKETHKNVIEIKNIEMQIFKIIVKSLYYNNLELEEQQNGDLSLL
FEVLRVCDQFLIEKMIIIVQQKIKELITNENIEEVLQMSLQYNASYLIKYCLWLQRRNKYQESLQQIDNQTI        
>Tthe_XP_001007536                                                              
MEIKALALNQFLSDIKLVHSSNEKQKEYLAHKFVLATQSQVFLKILEEHKQVEKIVLAKSIKSAKNQDLLRVQSEEDHLG
QILKLVYLSIQNPQQVRDEVVKIVNKNNCFNYYSICQSLGLDKIKIYFGEYIVSNIQKEDDSVNLLLDSIQFQSEEMKQS
ALDVIVPKFSDFLRSSFLMNELMNLPYEAFKALVQRDDICVNEESDVFNLVYKYILKREVFFKLFIYQISNCELQQSDPE
HPSVLKQAQDAKQKAEDLIGEKPNPEEAPQNIEEAPKQEGEEAPKNEGEEAPKQEGEEAQKVEQQENNENKEQPPVQVVS
GLDEKVYIMPDNLESQAKERLQNFKLTQEQKKDLLLSIRLGYVSHETLLKYSNMEVFQEFKDIFLQAISSKLNFYDSQEF
LNKYQFNLDPRASYQDRVNNLSVAYPNNTSKLNQNSVNHQRTSSINQQFPNHDKNILLNDTIKSENVQATNRAKHSPQQV
NNNILQESSRVGAANPYSLIDPKLQLQHPNNNLLSHNNISINPFQGNSALNLPSYNNFQQYQNHQQLPIHQSLYQPSGQL
GNNMRPPQHLNQSQQPYPTIQSQFYNNGQENHQNLNITNSSNLKSPTRLPPRQSHGNIEFVYKSDLDDNGVLYYLGTYGK
TKPYVNPHVLGQVQAFASTIRAGKIEYFVGREIQNFSTCNEKMSFMGVDLGEDRFIYPTAYTIRNRNSTTYVMLNWVLEA
SADGSHYIPIDKRIHYDPNDSHFNYTTEREREALKERGASSSYSIDEVSLKRILSDHQLKGFRFFRIVQISKNSHGSDNL
SLSGFELYGISYGNSWF                                                               
>Tthe_XP_977176                                                                 
MHSRNANSAIISTNQYNQQFQNSMSQSGISENQQSLPRQYRSNSFYLFEETQGINRTGSILRSDSSLDENEGEVIFRTER
RTSNLNFTPIDDMIFKSREPIQYNQIQAGFQEYESYVWEKVESKGSQRPCPRSSSASVIYKECLYLFGGFTFNGRLNEIY
QFNFKTLKWTKIKATGTKPSARENNGAVVYQNKLYIYGGYDGVSWFKDFYSFDFATYEWTRLPIQGDEPTQSFGFASGSH
ENSFAIFGGFEGQNWLNDYFEYNFTTSKWKKVELKGSVPSERSCPSYCSKDEYLYVFGGYNGIDKLQDFYRINMKKGKSI
FIQQKGSIPSPRYFHSQIYYSDKIFLFGGYNGQVRLNDLYEFNVNTNKWTKIDQKDPPAGRSSMTACLPKPQLNQDIFSL
LNNQQLSDVQFLVEGQIIYANKAILSCRSEYFRMMFTNGLQENCQQQSQQPVVIKDTSYDSFVDVLVYIYTDTIDNNLSP
QRIIALLQLSDLYFLDRLKYLCEEKLVRTAQEKNIIDYLLLSQKNRCSYLKKYCMAQILDNLNEIKQQPCFQKLLIDPTL
LMEIIMNKN                                                                       
>Pmar_XP_002769412                                                              
MTVVGTVCIACLLCIVQVMRYEALSVKLTGWSYEAFSVMLEFLYTGRVAHHKLDTASMAEVLGLADHYALDGLKHLCQAV
LIHMVDVDNVCTLLKISDQHQAVDLKRHCMSFVLKNFDQVTALPSFDQLSSVPSLLLEVTKAAALGHGK           
>Pmar_XP_002767915                                                              
GRSNDLYILDTGYPGGFSPSTGDVSGSAVHRWIHPTETDHVPAGRQRHSACLVGSAKLYVFGGFDGVRWLNDLHVLDVTR
LEETELSEGAVAALLTNLRGLLNNPEFSDVTLIIGDTGERVYAHKAILASQCSHFRAMFTGGMKESREREVKLTGWSYEA
FSVMLEFLYTGRVAHHKLDTASMAEVLGLADHYALDGLKHLCQAVLIHMVDVDNVCTLLKISDQHQAVDLKRH       
>Pmar_XP_002766771                                                              
MACMELYDLFREAARYELDRLASLCHRQIRIKLSSESVLLILRDCYDSMPCSASVRSLIETCKYFFLNNYAECAALESCE



TLDPRLLCELMRCMTVTSQGPSLGTATTGARLNSPSRGFSTASMDGIRVAPSPGGDGSAAFAYQRRCPLSPIVVEASTMQ
YDMQKLLHGDDNDGDFDVVVQGEEFRCHRFVLAARCQYFAMLMQSGMTESQENRLVLPDEATSMTATGFNTFLEYVYTGT
TNMVPQTAMYLVDASDFYQLSNSRLRYFCEIALRQSFNERDVLDVFEASAALNVGPVRRMALDFIAEHFTAVGRQEKLAS
LDKSLLVEILRYLADHHTINNAGMSGRRTPVASQDVEPVMQSLG                                    
>Pmar_XP_002764699                                                              
MTQVALGVSELSRYYSDGGPRAAHSCDVIDGSLYIFGGWNGKKALNDLYVLDIPTFHWYEVVMPRGTPLPAARNNHTTAV
VDGRLFIHGGHDGGKWLADTHVLVNLDYPEHRLAGQQLQQRLRHDLPASPQLQRTLSKWISSRVVPSASAGISFKAWHWG
SGIDCERFIGTRCSWHQLLIKKRKMRRYVRCLECYCAICGQVLPITNSAYRSLRWIKAITSGQPPSARACHTLSRLNKKL
YMFGGYDGQKCFNDMDVLDLETMTWIQPNVCGQPPMARNAHTMTVVGTKLYLFGGHSGNKHLTDLHVFDTANLLWYQPSI
LGAPPPGLRGHTANLIGKKIFLFGGYDGKGRSNDLYILDTGYPGGFSPSTGDVSGSAVHRHSACLVGSAKLYVFGGFDGV
RWLNDLHVLDVTRLEETELSEGAVAALLTNLRGLLNNPEFSDVTLIIGDTGERVYAHKAILASQCSHFRAMFTGGMKESR
EREVKLTGWSYEAFSVMLEFLYTGRVAHHKLDTASMAEVLGLADHYALDGLKHLCQAVLIHMVDVDNVCTLLKISDQHQA
VDLKRHCMSFVLKNFDQVTALPSFDQLSSVPSLLLEVTKAAALGHGK                                 
>Pmar_XP_002788423                                                              
MQYDMQKLLHGDDNDGDFDIIQVVVQGEEFRCHRFVLAARCQYFAMLMQSGMTESQENRLVLPDEATSMTATGFNTFLEY
VYTGTTNMVPQTAM                                                                  
>Pmar_XP_002780872                                                              
MDSGAGAPISSPEPSSRGGGGSAGDVIDRASGIAANRLARHLAGGGPSAAGGCETSPSTTDPHYSFLGPCTPSSRAVVRR
WRPVQYGCTSEKAMELPGDRSGAASVVYNDALYVLGGYGGSGRLDDLFKFDFNTRLWSQVHTKGDTPTGRENNGAVVIKN
HMYLFGGYSGYNWLNDFHCFNFDTSTWAPVEVKGGSPPSTRFGYVSSVHGSVFFVFGGYDGQTWLNDMHEFDVEEGVWSQ
THVLGYIPTGRSCPSWAYHEGSVYLFGGYDGVHRMNDFHRFEMSNRKWSVVATRSSGQPPSPRYFHASVVHGNSLYLFGG
YSGQERLNDLHEFRFDLQTWFLVQTENPPSGRSSLVAQVHNNSLYVFGGYNGSIVLNDFHEFRFDPIHVPASTMEDDLRR
LMTAPEFADVAFLVEGRRLLANKALLASRSEHFCAMFYSCGLREAAAATAGRSHQGDGGSACVPITDVDYETFNLLLEYI
YTDKVSPDLNTGQALSLLITAGMFCIDRLRVSNM                                              
>Pmar_XP_002779960                                                              
MSDVSEDRHSGDNEHSAVLLKPGPDTNASILAEINRLRRAGMWCDVVLTSSDGVEFPAHKVVLSAFSTYLATLLSSSSGF
REASTSYSAMMHDNDYDALHLRIDSLDSELLGCILDFAYGCDTTLPSARLPELLLAAHRFEMRRILVPTAEILSSVLDID
LCIRLLVECGPVMQDTDSLWMAVSKYAGKRFGKLVASPNFPRLPVSILMLLLLDDDLKCGISNSIVFREGATDRQLSEDQ
>Pmar_XP_002775873                                                              
MSTFSHADVNVDIPPSTLLEDLRDMVDDPTWSDVVFEVEGKKVYAHKMLCVRCPYFQAMFSRSMNMKESTMSIDECIPIQ
GGVTHRAFKGVLEFLYTDEVHELTVDSAMDLFVTADQFGIDRLKKICEKEILQSINIDNAPTILQAADMHAASGLRKRCL
DFILRNFDSISKTTAFEEMGRNNVELLLEILRMR                                              
>Pmar_XP_002767908                                                              
LVLIRLMTAPEFADVAFLVEGRRLLANKALVMTRSEHFCAMFYSCGLREAAAATTGRSHQGDGGSACVPITDVDYETFNL
LLEYIYTDKVSPDLNTGQALSLLITAGMFCIDRLRVEVLITAHHHNADGLKEICLEFLLSNEEACKHHSDGFKDLIGEPQ
LM                                                                              
>Pmar_XP_002765810                                                              
MPAVSIQLGSPSSKGDVRSAAVRHSTVEVSAKVSNPLLNRLWSMLTEHNGQLADIWIYCVDYVGSRSSVLPAHRCILAAG
CPNLMRKINPRRTSSCATADTSCEKMEKKGKKIEESIEVRRLDFTDVAPTWAVSCLLRYIYGQRVEVDVEKLNVLYMLAE
EMGCEGLEKACREKMIDFGERLVDAQLRADVDMVGKWQKTPEFDNGDTLHACAWEDSPAGVQPGLTSASSDQLYDDEDSQ
DSVVRALKDPGGDWKFRGAVTEGAVLKKENSKSSSTGSFLDMIRHSGSLPQLDRGRMIDTPGAFEKKYELISIEEGGILG
EGMNGAVRLAKDRFSGDRVAVKSLSLVNISSAQRDMLYDEINIYLPLSHPNIVRLEEVYEEPGEKIILVMEACTGGELYE
RLAKLNRYSERDAAKILRHILYAVSYLHSLNICHRDIKLENFVYTDDTADCRLKLCDFGFGTIVRREEDSLTASMGSVHY
IAPEVLEGKYGLQCDMWSVGVILYMLLSGTPPFDGANDGEISDAVRHAPLKLTGSRWDCISRSAKDLVRKLICRNPSERL
TATEALKHEWCGSTDILKLNTAPNEIDTDVLRKMHAFARCSAIQRAALGLLAQKRGDDFVGIDENLKLMEETFMRMDTND
DGVITLPEFEAAVRLHVGMSEYEAEKIFGEISSCGSTAAQAEPVIRYRDFLAATIYSSRNRDSKRDDTPGSISRPRGESA
MVWRWNSEDIQSAYEAFDAGRKGYVTKEDLLSILACSARELERVFEAAGFDAERTHRVDLDGFSK               
>Bnat_86770                                                                     
MSSGMSVLSEKRRKQDELFPCDIHLRPVAANEDLKEKTQRDIYLRHSFGHYIPSKYVLTFESGRGERTWRQSTEMQQHDL
QAISFGLSAKEDLLLHGSLERVKKGTYLHVKMEVNEPLKKAFQYFCNKHKLDINGMVFKLGNREIKVTESAENIFMKQQD
IIYIYNRRKLPESNFCEQMWSMYKNGEFTDVCLVVEGKKFNVHKAFLSARSEKFRALFRTKLKESEQKTISLIQDRPGSA
EAFALLLEYLYTDTVRSFTEIRYPPQEIEESSLSSIHIRGKAEMSSKSEIVQDSKRSCIGDGEKPDEVPLIPSDEEATGC
TTTFGSDRCEPLFHGGGVPSRPAESNVRSPAKEDADAKERSDLVKEYTYHESTKADFFANGRVRCILQILYHTDLLNAEA
LKDHCFGIIIENYGETLYGEQVKSLPKPLILELLQRFAESRNPNLKKRRSRDGDDSSGSTRGSTKRRAPYRKVRFDVAAD
PI*                                                                             
>Bnat_133867                                                                    
MEIDPIGALIKMYSMLSFMIFERTRADISERALLAMPPQKPGLHAGAVVWGKFGEYPWWPAVVDPPEFQSAEHYHTNKPE
DKSCRLVQFFDEDMSYAWLKPKHIRAWNHRRAWISRKSKDLGIIQGVRQAEAYLKKAGREIVIPRKPAKPSSQSHKRRSS
SMAIQIESLTGAKQTKVPQSTFAVWEGLLFSSEFSDVFFRCSDSKGLVPAHCCVLAGSSEYFRKLLREQAVAEDSTNGEA
KEKKKVVDICKPEAIVKGLLRFVYTGEISLPLLNMDQKELFEMGLKYGFPALIKVGEAGAAKTVSRENVLHFTKIAFQHK
AKMLRDECLNFIRLNSLDFLTDKDFMKQILELSHADPELWTEISASLHNKRARKARKTDRGGA*                
>Bnat_86838                                                                     



MNDRQSSKSTLTSLDPSDDEKRNKEAAMSLDSDVKSNILTPKGMRVSKHKQICTAYSNLLESGKFADLELVCRNKKFGVH
RVILASQSSVFAAQLYGRLKESQEDVIEVSDEYDPDIFMTFLRCCLISSLTPTPFSFLDEQDFDMATLMGMIKTWSTGGA
AIQGYLMSRYCDLVPSFSEFVKAKEFLTMNENVLIELLKLDQLCLEESEVLQAVISWGKNQIKTGNSNSTTTPPLKEVIA
TCMRYVRFELIDTKFIVKDVIPQNLISPDRFVEIMQRKYSDECPAPRRSASFLAWRGKRGNLKTTASYATIMNTYAASRI
KIHRFDDKKQGVFYFIGTSGLKTSWTNPCKGGWMTVQLSSSGGASRHCICDRRKWGTGAVENSYGSSPTWISFDLKDYQV
VPRSYYVHQDQDHFLRNWKFEVSNDNVRWIVLSNHTNDATITNDNRFGHFKVQCGRPYRYFKIHVTGPSHKGQPSFDLTQ
VVFVYLLTLSCYLDVSVRRQHCA*                                                        
>Bnat_132044                                                                    
MSLSTGSPLRRAFGLDPPPVDRANSTSSVTDSNKSPRINFLAQHLLNLFDEGKECDVLFQLDDGEIVGAHKLILISVEFF
RRMLGGNFREGTKDEPIRLSGLTAREMRLVFRYIYTGNLEESLTHKMALRLLRLSQMWLFSNLRRSVVEWALGNLDKKTC
ILTFVNVSNVLLSSPEEKAMIRIPPERSVASKGARLFRAMSASSSYSRSKPALEATLDEGSQMSEYERFLKRYRSFLQTL
ATRDFRKAIREQANELARISDYRALEAFAALVSKRAYKEDEGMGKTSFVRRRGREAGTFAASSEEKECPTSQGSILKALF
DAVVKYFKVSSDAIFVRESRIMESTIRTTPSAPQPSISIALTTPPLCFSERKKTAATTETAFSPGESGKGGEEGGTGEQA
SEICTTDKYTLAVATQSIAAARSRNSATFAMATTMGERATATEKEKEEDTPTITATVNLMAGGI*               
>Bnat_89400                                                                     
MDAGVGGGDPKSRPKRAAWRGPKPWNGNGILRYGYMMNEIAIWSFIWLLPSGSSREQKRRDEKQLEKALKQGHVVLLGRR
RRSNVLASPSKPSFENNEPSATSMRQPEQQLRQKEHHGSIERNVTTPTAISSSSSSFESRGIGQWSRRINVKALDEHKGI
STLCPICGASMPPSKLRSHVNHCLDHQERESSVASSQDLSSIISIPPSTYSSSNGRHRRLPHRQQQQRRYSSSLASSSSA
AAGAASPPSTYVPPWRRRREQRYLNKAAAAAAAAGPSSSCFGSGRKIGQLDFDSVLAVSSKTLEERREGERRRRRLQREQ
QQEEEGVPRSSGNQHHHHHHHNGRRMGLGGGGSVDGLLWEAPTLEEKAKFVLLIEQQARDDAEREREEQERENNQEARKN
QLSQRPKYYHPPPKGSVGGGQECGVDAAAAMMAAAFYDNDPNSTTTNNTSSSMGYVVLRNRRDLEQGLKALLGSSSSTCN
GDSKNSSSRLEGARITGTTSSSDEEAAKIAAAIASSTAHTATATASFSMASLFPPKSSSERALMAAVLKADVKAVESFLL
PRRPIRTLRQALSLHVACLLGYADITRRLAKRRSMLLPVLYFWRVYDNSKNTIGILRHIFSLAAKDSRGKTALHIACIFG
RSECTKALLEAKAPAHVKDSRTYNTPLHCAAQVNATECIKTLVEAKASLEWTNKKGHTPLHTACIAQSPDAVQCILKLRR
RSRMMDGPSGSVEAAFSSLSSKQRQKREGETAILLALEHGSLECAKILIEEDGAVMDARCAAICRNTMRSIMRSWRSEAG
ETAEQKQQHNKYDIKNSSFYYCSRGVAGKNAAKENENNNNNNNNNNIPLYDTSDDLPATTREAMALLPPSLVSINMWNLL
ANQELCDVWFRLKKNRYVGAHRIVLAARSEYFRSLFNGHIGRGRRRSREEKEVVHSLNFVSVESFSALLVYLYTGRTPQC
TTSTATSSSSSSSSRRRNFELDDRKKAVSSSSSSSSSFEQLVEVLVYSNMLMLWPLRDFAEKELTSQYLDKHNARHLLNI
ASFHNADKLAAAANITLLLSAPTDDDFNSDGGWHCYDDGSSNSAIITTTTTTTTTSIDRYHSDHEDCLLSVYVEEEEEEE
EEEEEETNQNEKHLRYDRDKILKSFPAQDHLHFSEFDCPQTKRTTGGNVDDGVSLSSSTTSPSIASSSSSSSIEINTSLH
TLCSSSGSKEGGEDVCFQLLVCEVDSKEKRGSANNKKKNNTNNEKGKKRNKGLPLDKKKVPNSSVEDDDRRDGEEEHLDM
LSSSSTPTTAAATSTTHYGTLLAHSAIIAAGWPEFKKYFLKIKETSQAHSTPTKHNDDYSKKSNTNAAKEKGGQSPFHSL
RKTARGKGSFSSLPSSSSSSSSSSSQSIMVIHIVGCEYELKAFSMFVRMLYAPQREIALIMRQQRLERKKQDLDNGQQHP
GERVLEEHLPESRKELLSLLLLLRSSYLHFTQNYFASYMEKVRQKVVGGAGEGGGRRKGTKSTNSITITGKGVSRAIERI
LASSEYFINAVTVVIALQVIRAKECPYLYRACTSFVVQHLDEIATVLSPSPKMQIAMMEKHRTTASTPVTNNESQAGNEH
IRQSVIKRSETKDGCEGDMIDALAATSARNTATNKAAARLKSLVLLPPQPVP*                           
>Bnat_72960                                                                     
MEEDMEWNPQFDSEAKMKIRDEKEQLINCEWREISTMKGVTPPLTSGMSCVQYEGYVYIFGGFGGHSSKQQAIDSLYRFD
TFTSTWTDIKAFGQGPKARTSHSMVIDRKKGVIYIMLGSGSRFGYSNYDDLFAYDILYRRWSRIQLKMRQGEKITGRYGH
TSVFHSGCIYIFGGCFGRSLSDEMFCVNVKTKIVRRLAPGTRFPQPRYKHCMVKGGSARNRCNGNSYQPSMSEQIRGGGG
DGFVPSSRWRKTVQKDILVLYGGCSERQAMNDTWIFDPETDLWEDITQTANELTAPRRCFAHTMVNVNGRLIVHGGTDAW
SILQDVYEMDTTVGHPSKWRWRKVTDSGPVPPARYFHVMTALPDNSILIWGGKGSITHPHRFNDMFLGKIPNVKLSNYAE
IPKKNGGRAEEKEEEEEAPHNSRITNDSKNHGEDDDEKEEEDAVNNIRQGLLELLGSSRGRRAGGSNIMQEGGGEAQRRG
GGVTASRVRVKSFRPEQMAVAHQLYLSGENNHKDGMSGYNDAKLQRLQCGRTRRRRGRRRKRRGHYQHHTAAALASNVLS
RDMLKLFNSGRMCDVEFLPRTARSSSGYEEDYDDVGNGLCNGYEGAQQSEQQQPRVRRRVMTAAKRSQEAYGGSKRVLVA
ILQYIYTDDAAGLLECSLLFLIKVIRPARQQSGEVFSWALRLSLYRLAQLIRRRIALTIRIGEASLLYMHLLNDIKLLKS
KLSPRSFNILGVLLMFLSTLATMEQLHEEKSSSESSSSSGGSIYHQGKISARLLSNKPRTTPLPPPSHGAYVEKEGGQLG
GTSGAVMNNVDPDSRMVIEHSEDSKVQENYYLVYLIDIKSDSKQAAAAATVLKPMAVRRGVTDSVVEAKSKLERRSPYYF
DNNISRQSCRTEEYLLRKWHPPLISEIKEVEAATLHRDLLAILELFQKEEEEEEEAASLPATVNNLHSRSHRPLQRNDPA
ILKLKISKDRTVFVHKYILAARSAYFGCFSFISGMREAYTGKCDLTSTPFGEGALDLMIRYIYGGTAAVIRHCLESTDHE
SIRQGLEEVVASNMSDYFRLDPEFSLLCEQKCKIESGTHFALVNQQTDQI*                             
>Bnat_137283                                                                    
MIWFICDGFETASLKRVSPGIPPLQAGAAMNVAERRKKRLKVLQTHKLVLVSASAKFRDLICDNEGCIELNCDEDLKGPD
VDLSSWKLFLRSLYPAVKVSHLIPTQNNENNEYFLSVATGLLFLASRYSVNSVVESIEELLIGKNLVDLNTLKLASRFGL
QRLERRCIRHLVVGWNNCGQVLPLHQQAEKFRQNFAQICQASQSLSKDTIISIMWMYEKLFGSFKLIPRNDYERARRAWQ
AFKLFRSGLKIRKHD*                                                                
>Bnat_76002                                                                     
MHPSTRKNTPRKPQSLAGKVLPLCASTNIGLKRRAAISGNENASTRKRQKQKEEGVVKEDEEDCRFGPREIPTDFTFRVA
GHALRTHKLILLSVSPVFRAMLHGEADCEELSCNEDVKELGVDEHTWSMFLQLLYPGTRLQDVVPLHVDGCFRKEVVNAI
LYLAFKYSVTSLVDSMESLLISERSPVDVDMLRMASRYHMKRYTQYCIETLIPGVIYQRQSSGHANRLLSSGVRDGGNGS
FAREVSLICKESKSLSKETVVAVLHRCGQVFGSYRLVPRQDFERARVAWEILKETTSSRLCTKCLAEEHSVSETDNDRDS
DGGQGRDQHH*                                                                     



>Bnat_88919                                                                     
MHSLLGIGETSDEEYRPAVPPERAEDDPLVRAGGRYFTNTSLYYYDGPGARDRPAFEIEEDPWDETVKRLPFLRDKKKER
KDRVKPKPLKEKKTRSGKHQASNGEDESSDSNDNWAFEKPERKGQRRAARMPKERKKFFRASARPASLVTPSLAVTDLQD
RNAVSMIIREDRNRTDGVGHRLQGRKIHLYPAEGRGGGGKSTWRLVRISSVPGRNRRKYPVLPGKNMNGVSGEWSLRQRP
ISPNVSHFRCRSGQFRQMYLIFVVAFNRMDRNSGSAAEKDHLKIQPERALPSPPPPAFRKKMSKEIKESTSPPQIPLSLS
ERSDVSTILPLSNPPSSYSEESKAPSGTNGTNATNVSFKVGDWVRVKKSVTNPRCNWGGANHNMIGRVRTVGLEAVYVDW
VHPINIESKTVKLKDVYEGAAALVSAIRSLGSGAGKPFTDITLLVNDGKTDTKIGAHRAILAAWSNQFRNLLAGGGIVSQ
PYKAGDTIKLKTNNLVRGRIGAFINIIKKEAFREFIRFMYNPIARISKQTVNEMLELSLRWEIPALTKQCVAYLQETTRV
GDISKIWALGSRLFLSEITEFCEKIAAESIRSIHEELSTKFLAKVLQRDDLGVGSEQEVWKIVEKRIKRLTGSSSKEGDD
VDEQIYQLLGSLRISNLPTDFEDAEIVKLDVLVEKRTDSKQLRLKPEYFRVLSRTKRGDREGLRFQDVQELKEGMLVRIS
ANIPKVLEIFRKTRGIHFNPLMAFDYGSVQIVHEVMESRAIIELELNWPLATLEKIPRYELEAMEKERKARRFSQGDQES
KGGERGAQEVRVRFHCWDRAQDLWVESDSPRISPSKLTKKEGVNRTLRHLMKSHRDAKQNRFSKISSDDYAWPPENVDLQ
PFLIGKPDDDYSANKMGRKIMDKEMHLRRISQLADVRVGSRIQAPRFSSPRCDSAEGDQKVFEERNYIMSEEIPKLEELG
INIMESVLMLWDGETDEVKLTRNLATEGEKVVMRSILESTKTHIHRQDALEKKGLPDVLVTEYENGDERLQALNVAGLYK
FKQKFKGARPVFEAEHGKLLQFNKGPERWEIVDGSTLAVVFRMPDTVGFIPPLGEHKFRGHRINCSFGSSSPPRGGGRGN
EVKTGNGRNSEKSEDSKSTSPPSSSTNHESSDIETLELLIGIYSSFCPQEGKVATIIAKLRDMGFLDKQILKAVNTVGCL
NLIQMMRCLVNADEEEDGGVHIPIDAGRLPPDLLGPGECRSQ*                                     
>Bnat_68368                                                                     
MRIIKAIKKTFPPFAPRSDNPGHPFSAGAASAVESPRFEYLARGSTVGIRPVFGILPEEPEEKQDKKFGADKNRSEVNGG
QDEDDLLQFVAKPARRGSTDSATTGIVSPRISLSSPRADLCDLTVPALSRDASLISRAFEDRKGAGGGGEPAVAGGEPKL
GDWVRVKASVSEPRHHWGRANHSYVGRITAIDGDSCYIVWEHPESIKKPWHGVLSEMEICTPPPPPPGSRAFTELARRLG
GGGKQVVRKTSDEKIELRIAAHRAILSSWSPKFRAMFLSPRMRNLPFGAKVTIPVEDPITFREFVRFMYIPLARLSRDNV
FSMIRLSHQWRVRELEAQCVRFIQKTLTVREIAKDWELADVRGQKAFHQSCPEFAAKNVRQCHEILTREHLAKVLARDDL
GVADETEVFEIVMERVRGLLKDQKEHRQEEGEAEEKAMRRHRQGMMAQVVSLLSALRVGSLPEGYLEDIVLKQRELQGPN
GKLESDFMEVLLMSPRRAPLGRKAYPGGLLGFRSATRLGLRFTSVGDIKANMVVRVLSSVPEVARLCNEKPAGATSGAVG
FQPSMAKFCGKLVRVKSISVGPAAARIHGYMYPYTCLEQVPAVELEEYQQRLKDRVLREGELVDVLDREDDWLPARVEKI
KTDAKSGQLEALVSLVEFPSKWDEWIPVCSHRIAELHEYSRRRGEVLSVVKPMIKRGLLKQQRFSDLSPLLQGYLAFILE
HGADARQFWTGEVRKELASAFGIERLQVGDQEWAAVCVHKRLRHLSAMMMDSKGRTRRSQRDASRLNSDDPKWPPACVDV
SGLKANSLHEKVLMGQEVSLRRIAQLANARVAARIEHPRFGAAQEVEGAEAKFFAERSHVASGELSEYDNTGIHILPKVL
ELWDGERDELKLTKGLSGLDTVLMQTLLRTTMIHEVKQARITNAPPFVASGCDDKSVDGLYKIVGYQNMRPAYENASGTR
MWFDDAVWRIKAKGYDPKKAVSTSSVSASSCRAKNKFQKGDPCPICYKEMNEEEEALAFCGVKCGGGFHAECIRVWAATR
EEDNKAVSCPLCRADWSGTSVEFEHAVGFFPPLGRWPGQGAPTLAITAEAGAAAAAEAAAVAMEKETKGEPPLRRRGKEG
GGQGEKARKATKRNGLRGESKALPARSNLEDQLKTPVGICERLICGLGKSNNPNSYAALEGPEKVKGTFKELKRMGFTAQ
MLTTEANLVGCDLDAMTKRLVSAVGAAEEEKASDDEAEESKMTELLPALLRALES*                        
>Bnat_68424                                                                     
MLVQKVSRPSQLETSVFGLFGRVRVAVWTVEAEAITKKDANVTEMCVVSFNKHARVRVGIFNDEFKISRLKIQRRPFCSM
IQGYIGRTSNVIKDYGHTADDSATPDSTGDKMARLRGSSASPTGVAYRANQSAGDMSGASPSSIAGNQTTPAPTAASSSS
SSSSSSTSNAATSTTGSSEAASTSLGQSTTTTTSTTTSTGASSSNSAPPVPVPPVPVLNSSDEKPTTKKKRYTLLPGERN
LTLVSNENTKAETEWKVDDKVEAPWTDGELYPGRIAEKHDDGTYTVQFDDGDVRTMQSDGFVRIDKFDTTTPFKGIEGTI
ITCSEKCSQSYPLSSLFDYKHGTKGSKSNEWRIKVVKQQNNADNKNGSKKNVKLTIRFSKNYYISRIHIYHTMPDQANTM
TNYSLCVIPTESASSKLAQKPVEIVKLVDTTKELPAGMKEFIIERHLRAVIVTLPYPPSKKWIGLGAIDIFHKHAEEKRN
VKQTNFREDVGNLLKNPVFADCRIIAGRGEHRRAIAAHKNILACRSDFFRKMLQSSSLSSCQSPASPMKIAKVKKEQDEG
RGRKRIRLSKTESGNPIDGKRPPSSPGNNDMKVETGPLLTPSSSIDSSTGLPPTESKAAAAPRYGSTLFDKRAKEQKSAE
NFDTAMHVLPVAEKMQEIHMPELTYSILMSVLTFIYEDRLIIKDVDEAVELWCTSERYQFLRLQEQVEKYLEHNLTVEKA
IEICRTLRELHLLGSLKELLISYLATEIDTAMVQRDFVSIPKDIMHNIFCQTQNQKQIETAFSHG*              
>Bnat_67346                                                                     
MTLHKGTPHGVRCVVARDRAAASAEGQTGKCSTDDTLEAPRIDVTVRVVLPQEGGGEVVPGTAAFSAADGGMRSSTDRLL
MASQMKALCREILFQARDDNDAKHEEEGGGNRFERKGGGDRAGTEVAAVTTTANQGAKAAAKSPIPPRLPRFSSEAESMA
CLRAAGSRANVYVHRAMLASRSEFFRVMWSMPMRERSSGIEQPIELKGVKSSAALRAMVLYMYTASLSYPCASEKQCAEM
LKLADQFGIPCLKQACERLATSALSKTNFSSFYFAAGEERETGAYLATQDEMVEWAPFSPVQQERAI*            
>Bnat_91404                                                                     
MGASLNSSSTPPTWRKMLFSEEDSDVHIVCMDSEEKEPETIYAHRCVLSAGNPFFHQKLRRLPRNKPVEWRFCESAGIMR
GVLRYVYLGDPRFLENYKPSWQVFRATCKFELEGLQEQAERLAASAVTLETLKASVLVLDNYPGKGYLREACANFIRRHS
LPVLLSHANSDNSVLKVADTHPELWKNLVLTAMGKVLPEQKADRRRRRPREQNDVPDVVEEQREDVSDILHGDAKSNQVQ
QNNQHPAKRSRIESKETVLESSSDVDVDNDENQEPDHSEKDENQQPES*                               
>Bnat_89153                                                                     
MDIDSMSVLDLRKELGERGLNTKGRKEELLRRLNEARQKDRINTSNETFELTTTRTSTLHEIRWEIDWHVLEQIKQSQDG
EDNGEMLESAPCKIMSHDWGCYVEKFKEDKFLSFYVYGHDSAKASYSLYMKSSKTLEWKLDQDAGYYDGGWSRGWGWRCW
KKVSQLKQNHVINGKIEIKVKLHIYNDIKHTCSKVLAAIPTAPKPELKSRNERMLNEKIHTDVTLKCQDVEIEAHKAILA
SSSEVFAAMFNHKMRESLDNAVEIGGLEPEVLTLLIKYIYTEELPEEYDEIKLLLAADEYQIKRLSILCMQTLGRKLNAE
NVLDIMQTAHKLSHIPEAVSLKKMCMKLFANEAEEITSQKSFERFAGSNVSLTKELLLYMAPPRDSPSNAGGTSEEKTDC
ATASSSSSTKRRSNLKRRYNEIDTQYGSE*                                                  



>Bnat_73413                                                                     
MASLMDRAPLPKPFNEWGRWRTASYHALPLKMNGLQPRQFEFNRDRAVMAIGTCSGEVVLVDWMKNQVGACIKQSEEDHS
IMSLSWLRKHRNLILTCSSAGVPSLLHTELSSTLSIAHRFPVIQDTNSVNTNADDTWFVANGLSSSIHIMDLQEGRLHRE
LKDAHNGYVNICKFSNTMPQIMLSCSLDCRAKLWDLRARASVATLFEHTAQRPIVTVSFSPDDSTFLLSAVDNDVCQLPF
TMVRHYNHNKASSTGRRRAPTPRRPLKFAIQETGSSHNYTRSYYTASGNSIISGSSNDDHLYLCDAATGRLSYAPRIYPR
KRHPSLFIQSLRGHPTLEHIHAVLVCYRQMSDPYEIVLLDWSRDHDGELLTPPRCPVARHTFDLGDDILRGALTSDSALS
IQPPPLSPQNRIADLVQRPSPPSEFPHSSSPSSSKCHSPHHRTASSIAKLVPELSAKREAPPPSRSSSSAYPRSYVLCSA
EILRARWPWFSQQASRINDGDEKAKGGEEEPDAKAEKQSVGNPHSLSSSPVASRPGPKKRAVGAADTSSSSMNRIRSLDD
DEEPEEDLPDQANGRDGCSNAIISVVVPGIDLTGVRVILGYLCSGDLFVPGVWAHSPSPIVQLCLCAKRVGLGGLSRLVE
CWLLETRLNLAEAPALLAMAREIGATDMEKVAIDFLSRTEIAYPSSPLTSLNNRGRENKRSTAAQASSAISTVSRNDDPA
SPSVSDVKTSISNRIRDYVGMRARGKEARGTEREGTEMRVYRSSLVIDDDAERGEGEGRHSARAERSSVHEAANQPSSAS
PPPSAAALQRRGHTLVMVGERGYVIGGFEPSLGGPVDLSVIPVLQLNSGKWAGTGDGDGSNAAQDTRFGDGDDSDANAEN
ADERNRTTSTEGKETFSSNAAASMPECLCFHASFYANEAVWSFGGGTDSFCSSDMWMLHLGRMMMWEKVSPRPEVKGGPT
PCARHRHTATFIDGTDKVLIFGGRGSRGVCLGDLWEFCLTSRKWRLVEPRGDSLRPSPRFGHTATYLPALDSLVVLGGQV
TPGHANGHSFDVYVFDRALEVWRLVVPSVIPSPNSSTMLAALTPSRPPARMHHSAVALPNSNQIVTMGGVLTPRTKRKQY
VFGKVQILNFTPAASPPPSQAQDGEEGKSSMVSTSRAPDGGNGRGYYEATWFTPDIQRNGDVARYLHTMFISKCDKQSSA
TKRRTSSSSSPTSSPSSSSPSKLKYTVGIFGGCRERGKLPKPGLYTGINSFSRRSRKGYCYRVCDEIIGEMRVTNRAKNT
LCRDLSGYLSDSSCDNMREAERGTTADVGAMKTSPHTVKLIASDGKGYVMASREILSWRSAYFQKMFQSKMREAVSSEIR
FPHVSYEQLVTIVHFLHCGDLPRESVRGRDPLEAHSRGAQRPLRDTRAPPAKFRNRSDRKREGGGGSEELSITRNPRCAT
AVDMGGSSSNENNRGSADSDPPSPPHPRKEEDVNSSGGASGEAKAKAASHSPVNLVSFKTARNKLRIENLYRTGSMANQK
RPGINSSRRTSSSSIRIGDSFLGMNDERRHEYIKALVDVLILCDRFQIEGLRALVEDEIWPHITPKIAPISPFKCCHLNA
LFPRTPYKGIFEIARQFNCTRLRHTALNKLVCEAIAKASTEEPPPVACNVDTDAKTPHKAEGTNEEAGGGEKKRGRTERK
SIGTCSADSFSSSSSSSNGSRSSRREKDERLRRGERTGDHSHAPKGSRELAAHIANDILNRTA*                
>Ehux_349124                                                                    
MKKTRGDASLPHGPVTFVVGKEEQRIEHVSKNLLCVRSEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLD
LGEGEGEQARRALVLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHATGDGRLLAQCRRYVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKGTVAARDTELEKVRAEVAERA*                                  
>Ehux_60979                                                                     
MARTKQTARKSTGGDAPRRQLATKAARKSAPATGPARPPLHLVLKSPKLTENAREMWTRQQQGEFTDAVINVQHRAFQVH
RVVLASASPYFQNLFSCGMCRRATPAASRCPRLPPTSSKPCSASCTCRKWSSRLRMTCFSRCFSSSCRRRRISR*     
>Ehux_195792                                                                    
MFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLDLGEGEGEQARRALVLRELAQMYQVPRLELLCAQALQESVGPAT
AVPLLEAAHTTGDGRLLAQCRRYVADNAAELRASGGVEQLRDLGVAKGLLGDALDQVAELKMGAARTAAGQRAAP*    
>Ehux_308441                                                                    
MRGDASLPHGPVTFVVGKEEQRIEHVSKNLLCVRSEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLDLGE
GEGEQARRALVLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTTGDGRLLAQCRRYVADNAAEVRASGGVEQL
RDLGVAKGLLGDALDQVAELKMGAARTAAGRRAAPA*                                           
>Ehux_349742                                                                    
MASAARKRARTGGGGEEEDEEPVPVADGFEAPIFGARVVGQVTTPTLEGEDGPLSLGPVGVASDHAGAWYVATKDSLLQV
KPSTCRVAALPASEAFYTVAASPDGSAVFVADSSGNQIRRVEVATGAVTTLAGSGENGDADGVGEAAQLCYPAGIAVSPD
GSALFVADVDNHKIRRVEVATGAVTTIAGSGDAGDTDGVGEAAQFSYPYGVAISPDSSGLFVGDCSNHKIRRVEVATGAV
TTFAGRGDEGDADGVGDAAQFASPYGVAISPDGGALFVADSGNDKIRRVEVATGEVTTVAGSGTAGSADGVGDAAGFASP
VEVAISPDGSTLLVADGDLRHVCVAAPPPPPSFAPIVVPPSTFSADMAKTWGDATLPQGMVTFLVGDDEERIEHVSKNNL
CARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVRYLLTDQFNLGEEEGRAQRALDLRELAQMYQVPRLELLCAQAL
QESVGPATAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGT         
>Ehux_349765                                                                    
MLSGGSASFADSQSAALELPELCATCFEAALEYVYTGSCSIDEAGLQTLLEVAGRLQLASLQGVVAEALEARLSVSNCVE
TWSFASDAALVRLEAAATAFVLKHFVEVSLGASLSPEMMGVLLRSEDIEASEEAVFSALVRWLRAQPESAREEGAVAALL
EHVRFAAMDQKFVRETVEQEPLMKNVPALTVLAQALREGLSKEGTARSLPRLPQGGEWVIEAPGAIAAVDGKTLTFLSRQ
DDDDDDDNERSRNGLVRLSVPLAAGRYEVRFKLLEDEVRGDNARCGFGLIKEGASEAFELQPWSHGFGVQNLWWLRRFER
TVYSEWETSGNFDDETNHQPYQQFPIPSDVRIVVDMDAGEATFYVDEVEIPHKATGITGAVFPCAMAYKMENSLGNTNVV
VSFAGVRRL*                                                                      
>Ehux_350095                                                                    
TRGDASLPEGKVTFLVGDDRERIEYVTKAVLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALIDYLLSNKFDLGE
EEGGRAQRALDLRELAQMCQVPRLELLCAQALQESVAPATAVPLLEAAHTMGDGRLLAQCRRYVADHAAEVRASGGVEHL
RDFGVAKGLLGDALDQVAELKGA                                                         
>Ehux_350107                                                                    
MKKTRGDATLPTGLVTFVVGKEEQRLEHVSKNLLCVRSEYYGKMFGIGMKERDAASITVPNTDLASFTAFIDYLCTDQLD
LGEGEGEQARRALVLQELAQMYQVPRLELLCAQALHERVGPATAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKGT                                                      
>Ehux_197359                                                                    
MEGAELGAPSLQMLRSDEETADVVIALDDGSLLPAHRSVLALASPVFRRCLYGPMKLPADQMFRMRGKDPATVEGLLAYC



YGLPRVTPETAIRLLQIADEFCVDGLKAWCDRWIVTNLDDGRFDDEAAANAVRWACEYRCPALQRSLPQRLVKLLHDHLD
AGRSAQASVPDSEHDLSLLGVTADAIGLSSGGLRSRAAAQPARPIFGDCGRTVTRPKERTRAFSRPMANAHIPDY*    
>Ehux_198332                                                                    
MAELIALLRGTQLRSTAAANRAAYDDRLRQLEERLQSLKDQAGALAAVAFDADFALVAGDGTKVPARKQDLCAQSRFFKR
MMEHDDSAEARAGEVIAKTGDGVGASAAALRHLMALLYGQQLQTSTESAVLLEICELATLWEFDSILESMSTMLVASAKA
SAKTACEMLVAALRHTEADAHSEVWKRLREASAQGVAEAGRKLLDVSAFADLDLSAICEAMTHVKASTVRLPSLEVDTSS
ERWTAHQAMDGSPTDQDLSWLLGATGAKVKARLGWNGSVMLTGENTGGRAVLAKVSSWVKHPQRPTNERRASGSYRVLGS
DTQGVVLGRNLPDVLSDGKFLCGGDLEVSKYQRQYELFNLWLLASKRVASPLSPVDSLLCLRGCATGCDVDGASVAELQA
MLEQRGLSTSGAKTSLQLRLRDAAYAEVPEGSAAAKATKAFAKLVARHYKGSAVKVKDLDAASLAEVLNCDELHALNEKT
ILDNTISWAQLAGRTDEIIAKVMPLVRWPLVPLVQLKPPLKALMKRCPVVKELVEEAIGLQMKPGSEFSFTPKRHRLMDG
SEDTVVPRHKKRKHCHGDKVQLLDASALVAAMLPSGLRTLVSASHSADKPADSVRSICQDALCALSCFRGFDHPPDYHSD
DAFCEEDGIYL*                                                                    
>Ehux_97052                                                                     
MHAPRSPKRPAPADDAADGYVKLIGGTPFPEALQEQREAGDFCDAVIMAGGQRFVAHRAVLAGTSLYFRGMYKSMMADSH
DAHTLPAISADSFAAMLSWMYKGRCVLGSNDELVPVLEAASLLQVHPLRDTAAVAIAKRLTADSCVGAWDLAERLSLDAL
RDEARTACLACWPELRAAPEKLATIKLDRLADLLGDDCLKVQEEAEVLDAIDAWVSAQKPSAPSEEAVARLVAQVRFPLL
SAEQCTQAASQPCMQGAAAMKAAFLSLATRKATERQPCWLQEGGAPGEFVWSIAQFSALEERTDSPIFEYAGIRWCLLVF
PRGNKADSLAVYLKAVDAATKPCAASFCFTIPSAKSDKSVTKDSEHKFESDKMDWGFREMILLAELRDPECGYLAEDKLT
ISLKIRNPRLLDSA*                                                                 
>Ehux_350880                                                                    
RTMFGIGMKERDAAEVTVPHTDLASFTALVRYLLTDQFDLGEEGGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPA
TAVPLLEAAHTMGDGRLLAQCRRYVADHAAEVRSSGGVEQLRDFGVAKGLLGDALDQVAE                    
>Ehux_433296                                                                    
MSVSPSRKRARTESDGGGEEGGEPVAVAAGFEAPIFGARVVGQVTTLALEGEDGPLASLSLRGVAIDHAGGWYVTTKNSV
LHVSAAGRVRTVATCEGGELFGLAISQNGSALFVSDLDAHKIRRVEVATGAVTAIVGSGGNGDADGVGDAAQFGEPRGLT
ISPDGSALFVAACGNHKIRRVEVATGAVTTLAGSGNDGDADGVGGVAEFCCPFGVTVSPDGSALFLTDYGNDKMRRVEVA
TGAVTTLAGGEEGGADGVGGAAHFNGARGLAISPDGSALFVADTFNNKIRRVEVATGAVTTLAGSGASGSADGVGGAAQF
NYPMALAISADGSTLSVCAMGGLRQVCVAAPPPPPSFAPLVVPPSTFSADMANTWGDATLPTGLVTFLVGDDEERIEHVS
KCVLCVRSVFFRTMFGIGMKERDAAVVTVRKTDLATFTALVRYLLTDQLDLGEEEGGRAQRALDLRQLAQMYQVPRLELL
CAQALQESVAPATAVPLLEAAHTMGDGRLLAQCRRFVADHAAEVRASGGVEQLCDLGVAKGLLGDALDQVAELKKGATRA
AAA*                                                                            
>Ehux_309158                                                                    
MASCPVNTARLYMTDWDASSVIMITLPQGQATTIAGSGAASSIDGVGLDATFNRPCALAVTADGAALFVADCLGHRIRRV
EVATGAVTTVAGSGTAGRANGAGNEAQFYHPAALALAPNGDTLFVADCTGHVIRRVNVASGVVTTLAGSGAKGSADGPGP
SATFSRPQGLALSPDGAALFVADHGNHKIRLVDVSSAVVTTVAGSGEKGSADGVGGCAQLEAPRAIALSPQGSTLAVCCV
ADPSRIRFVHVAAPPPPPSFAPLVVPPSTFSADMKKTWGDASLPQGMVTFLVGDDEERVEHVSKCVLCARSVVFRTMFGI
GMKERDAAEVTVSDTNLASFTAFIEYLCADELNLGEGEQARRALDLRELAQMYQVPRLELLCAQALQESVGPATAVPLLE
AAHMTGDGRLLAQCRRFVADNAAEVRASGGVEQLSDLGVAKGLLGDALDQVSELQGAMRALGAVR*              
>Ehux_351649                                                                    
MSDSSRSRRKRSRHNDPDGAGPSRDAAFKVTVSGGHRYPPKLVEQWRQGTLCDCTIVVDPETFSGHRNVLAAASGYFAGL
YSGAGVVMRERNGGPAQLEGMSPEVFGAALEFMYTGECGLPETMLTELLQAASRLQVEDLLRATTQALKERLQPSNCLAI
WELAERLGLAELQEHARESATRDFEKLQSSPESLFLSLPHARLATLLADMNLNVESEDAAFQAMVAWARHQQPAPSEAEL
EQLLSLIRFPRMTRAFLVDVEPLLLGHPRGAIIYAQSFREVQFCDDTPRAKKRLVRLSASNVKYTDLKAEMAVRICGEMG
EVKQACEQRAPGASEAVEWNEDMVDYFEERHRGAGLRIRKISQELQAAELEHPSGGSDHFWFPFNVLARAARLG*     
>Ehux_351789                                                                    
MRPSPVFRTMFGIGMKERDAAEVTVSHTALASFTALVDYLLSDKFDLGEEEGGRAQRALDLRELAQMYQVPRLELLCAQA
LQESVGPATAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKG         
>Ehux_352162                                                                    
GKVTFLIGDDEERVEHVSKNMLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVDYLLSDKFDLGEEEGGRAQRA
LDLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTLGDGRLLAQCRRYVADHAAEVRASGGVEQLRDFGVAKGL
LGDALDQVAELKGKVTFLIGDDEERVEHVSKNMLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVDYLLSDKFD
LGEEEGGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTLGDGRLLAQCRRYVADHAAEVRASGGV
EQLRDFGVAKGLLGDALDQVAELKGTVAARDAELEK                                            
>Ehux_352226                                                                    
TRGDAILPQGMVTFLVGDDEERIEHVSKCVLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALIDYLLSDKFDLGE
EEGGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTMGDGRLLAQCRRYVADHAAEVRASGGVEQL
RDFGVAKGLLGDALDQVAELKGA                                                         
>Ehux_462761                                                                    
MASTEGSAVMVLPGGRSGPASRHRSPCQSPTTTTASCDAGTQPPSPEAIVSGDCGAALFNPCGLTASANGEVYVADTGHH
RICVLKQGGMRVLAGSGARGFADGAGQDAAFAHPCGLAIDSEGTLYVADCGNHRIRRVTMDGVVTTIAGNGAAAHRDGQG
RVASFYNPCGIAIDSNDVLYVADYSNNCVRVVSRGGVVATLSCHEDEAALDAPYGIAVSIFVSSYHSNSLAAISPDGQVS
VLAGCGAAKHRDGSGKDAAFHAPNGLAIDSEGTLYVADSGNHCVRRVTLAGEVTTLAGTGQAAMSESQFNSPCGLCVSLL



PGIGPALLITDRSNSCVRYLSVDALPPRRVAPSTLRQDLRRLLDGDSESVIEGEAVFEVEGRTLRASKAVMCVRSAHFRA
MFTSGMRECSDDVVKVPGVAYAAFRSLVNYLFTDDLPRGMSAAHALELMMLANAYQLTRLEQLCEQALLLLLDRENASDI
VAFAELIGACGLARASKRLIEGEQKDSSVADARAKSPRLSPPSSPLSPLDSSRMSCGETSPVEIC*              
>Ehux_352708                                                                    
DFATTRGDASLPQGMVTFLVGDDRERIENVSKNNLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVDYLLSDKF
DLGEEEGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGV
EQLRDFGVAKGLLGDALDQVAELKKGALRVAAD*                                              
>Ehux_434364                                                                    
MCVYMASAARKRARTGGGGEDGDAPVPVADGFEAPIFGARVVGQVTTLTLEGEDGPLASLGPVGVASDHAGAWYVSTKDS
LLHVSAAGRVRRVAALPASGVFYTVAASPNGSALFVADFTRNKIRRVEVATGAVTTLAGSGQVGGADGVGDAAEFCSPLG
LAISPNGSALFVADFHNHKIRRVEFATGEVTTIAGSGDEGDADGVGDAAEFYFPHGISISPDGSALFVADSSNHKIRRVE
VATGAVTTLAGSGEEGGADGVGDAAQFYNPSGVAISPDGGALFVANYGNDKIRRVEVATGEVTTLAGSGTSGSVDGVGDA
AELNGPVEVDISPDGSTLLVASDGGLRQVCVAAPPPPPSFAPIVVPPSTILADLAKTRGDATLPQGMVTFLVGDDEERIE
HVSKNNLCARSPVFRTMFGIGMKERDAAEVTVAHTGLASFTALVDYLLSDQFDLGEEEGRAQRALDLRELAQMYQVPRLE
LLCAQALQESVAPATAVPLLEAARTMGDGRLLAQCRRFVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGAMH
ALRVAES*                                                                        
>Ehux_353638                                                                    
MAARKRARTGGGVGEDEPVPVADGFEAPIFGARVVGQVATLALEGEDGPLSLGTVGVASDHAGAWFVSTKDSLQQVSAAG
RVRRVAALPASEVNSIAASPDGSAAFVATGEMATLAGSGEEGDADGAGDAAEFYNPSGVAISRDGGTLFVADFSNNKIRR
VEVTTGAVTTIAGSGIKGSADGLGDAAQFCCPAGIAISPDGGALFVADQGNHKIRRVAVATGEVTTIAGSGEGGDADGVG
DAAEFCYPNGIAISPDGSALFVADYSNHKIRQVEVATGEVTTLAGSGTEGSADGVGDAAQFDGPDGVALSPDGSTLLVGS
DGGLRQVCVAAPPPPPSFAPIVVPPSTLAADFATTRGDASLPEGKVTFLVGDDEERIENVSKNNLCARSPVFRTMFGIGM
KERDAAEVTVSHTDLASFTALVDYLLSDKFDLGEEEGGRAQRALDLRELAQMYQVPRLELLCAQALQESVALATAVPLLE
AAHTTGDGRLLAQCRRFVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKKGALRAAAD*               
>Ehux_353651                                                                    
GKVTFLVGDDEERIEHVSKNVLCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALIRYLLTDQLDLGEGEGEQARRA
LVLRQLAHKYQVPRLELLCAQALQESVGPATAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGVEQLRDLGVAKGL
LGDALDQVAELQQGAGKVTFLVGDDEERIEHVSKNVLCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALIRYLLTD
QLDLGEGEGEQARRALVLRQLAHKYQVPRLELLCAQALQESVGPATAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRAS
GGVEQLRDLGVAKGLLGDALDQVAELQQGALRSHS*                                            
>Ehux_353724                                                                    
IRRVEVATGAVTTLAGSGEFCDTDGVGDAAEFCGPRGIAISPDGGALFVADFSNRKIRRVEVATGEVTTIAGSGTEGSAD
GGGDAAGFDCLEEVAISADGSTLLVSSDGGLRQVCVAAPPPPPSFAPIVVPPSTILADLAKTRGDATLPEGKVTFLQVRP
LRPVFLTMFGIGMKERDAAEVTVSHTDLASFTALVDYLLTDQFDLGEEEGRAQRALDLRELAQMYQVPRLELLCAQALQE
SVAPATAVPLLEAAHTMGDGRLLAQCRRFVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGAMRALRVAES* 
>Ehux_450179                                                                    
MQASLIEQELEPADAPAPGPSCAEPAGEFGPRWTPVDFVGGSPGSRVFPSAVVSGACVYIFGGHNGTTYRNDLLVLSLET
RSWTVDSEVDGDGRPTPRDAHAAVLLGGRLYVFGGYDSKRYLADFHSYGPLATAPPTGLNPDWVRYPGGMVHVGLDSGEW
RVEAASGSPPSPRGGHAAVVHGSRLIVFGGCDGWNYFNDTLAFDVHSAEWAPAAAQTVRIEGVSHAAFKQVLHYLYSGRP
REMNAEAALEVLAAANLYGVEPLKRAAAEIIGRSLTPENAAAVLSAADSYQAPALRAQATAFIVRHFAAVVQTDAFAELV
SERSRPLLLALLREVGTVVSPAGLAASDGLLGVAGGLPAGGYARRRPDARSPADAVRQLDELGIRGIADAE*        
>Ehux_450242                                                                    
MERPSSSSQGTLCEPPRPTFVCDALDEKQLTTSLPFKVQVRVLDEKAEAMSSFQGDIMLLAISRRTCLAEGFERKALGRW
QPASSPLHHESQYSHGFDSEVAAPGSSHSLYLSGGNDANFGMTLKLPATALEAEPPEHSPVAGGGPGESEYEDAAALNGK
FQPDAVSFYVRTDNSLADAGHFILGESNEVNRRVAQFQFTRDGKMGLLGTGGTTHGATPYESNRWYHVMLCFDWKRKTVA
FSVDGKLLQRSVPFRREASNFIGACALGNRDRCTTWFDSIRFVQETTLNRVAVSIVDGVAETWLGPLGEDEEGRSLAARD
GFVLRAEDADGQVSELAGPYHPLCRIEGAQRVAINNAALADFNTLLADDASADVTFVVGGRDVPAHRCILAARCETFRRM
FNSSMREGSREEGQRVPIAEVSHAAFSCMLQYIYSGAVAVPEELALELLGLADRYLLEGLKLLCGFTLTRMVSADTVAPI
LQAADRYDSPSSQLKAHCMQFVLSNYEAVVNSPSFEELTSSPQLLLAVTRAAAKVVAPSGSSRQISWDSDGAPGSKRARH
A*                                                                              
>Ehux_100655                                                                    
MAMASRSGKRVRTESDGNGGEEGEPVAVAAGFEAPIFGARTVGQVTTLALEGKDRPLASLSLRGVASDHAGGWYVATGVS
VLHVSSAGRVRTAATSEGGYLFGLTISPDGSALFVTNISNNKIQRVEVATGAVTTLAGSGEEGDADGVGDAAQFKNPMGA
VISPDGSALFVADTHNHMIRRGEVATGAVTTLAGSGEDGDADGVGGAAHFREPHSLAISSDGSALFVTDHGNNKIRRVQV
ATGAVTTLAGSGERGDADGVGGAAQFNSPAGLAASLDGSALFVADLFNEKIRRVEVATGAVTTLAGSGRRQRRLGSVDDV
GDEAQLRLPRGLAISADGSTVLVCSQNGGIRQVRVAAPPPPPSFAPLVVPPSTFSADMGKMWGDDALPQGLVTFLVGDDE
ERVEHVTKAALCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLDLGEGEGEQARRALDLRQLAQKYQ
AAHTTGDGRLLAQCRRYVADHAAEVRASGGVEQLRNMGVAKGLLGDALDQVAELRGAVAARDAELEKNRTQS*       
>Ehux_205795                                                                    
MFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLDLGEGEGEQARRALDLRQLAQKYQVPRLELLCAQALQESVGPAS
AVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELQKGRTAAA*           
>Ehux_354038                                                                    



MGKMWGDATLPQGMVTFLVGDNEERVEHVSKCALCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLD
LGEGEGEQARRALVLRQLAQKYQVPRLELLCAQALQESVGPASAVPLLEAAQTTGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKGALRSHSRS*                                              
>Ehux_354066                                                                    
MGKMWGDATLPQGMVTFLVGDDEERIEHVSKNALCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLD
LGEGEGEQARRALVLRQLAQKYQVPRLELLCAQALQESVGPATAVPLLEAAHTMGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELQKGALRSHS                                                
>Ehux_421393                                                                    
MGKMCGDATLPQGMVTFLVGDDEERYEHVTKAILCVRSVFFRTMFGIGMKERDAAEVTVPNADLASFTALVRYLCTDQLD
LGEGEGEQARRALVLRQLAQMYQVPRLELLCAQALQERVGPASAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELEGAMRALRVAKD*                                            
>Ehux_100831                                                                    
MASASKRARTACDGEEEEEEEEEEEEEEEEAAAAAAAAAFCVAAGFETPIFGAPVVGQVFTLPDDGPLASLDVHGVASDG
AGAWYLATGGSVLHLSAGGEEPLDRMYEPSRHSLSVRSVATCPEGGRFEGIAVSPDGSTLFVADCRGQAIRKVEAATGTL
TTLAGSGSSGSANGVGVAAHFNGPTYLALSPDGGTLFVADTGNARIRRVDVASGAVTTLAGGVGHGSIDGVGDAARFQYP
YGLALSPDGRALFVADCGSDKVRRVEVLNGAVTTLAGCGRRGGTDGAGNTARFHAPIGIAMSPDGSALFVTDFSGHKIRR
VEVVGRAVTTLAGKGWGSADGVSKSAQLSFPGGVAMSADGSTLLVRSGAPSSALLCLVCLVPPPPPDAFAFAPIVVPPST
LPADLKKARGDATLPQGMVTFVVGRGRQRLEHVSKNVLCVRSDYFRTMFGAGMKERDAAEVTVPHADLATFTALVDYLFA
DELDLGEEEGGRVQRALALRQLAQMYQVPRLELLCAQALQQSVVAETAVPLLEAAHTMGDGRLLAQCRRYVADNATEVRA
SGGVEQLRNLGVAKGLLGDALDQVTELQEALDALRVD*                                          
>Ehux_100839                                                                    
MAGEHLTAAELRARIEEQRALRVTLKEERSALTREIEEAKERQQLRRELERESQINIWVRSGNGAKRDIRTRIDNDEAGD
VDGAQTEKKPTRTSCTLAKTTVSYASAVVKREYVWEVQGLSWLEQQLTQEGRECTSSDIFEVDPSDDCSTYLLAFSPRGG
SLKHKTDDRFEMFDDDLCGTLALIRTADNYGTKICYRFFVRDASGEFHPLGEATRVAVPARDEASCFVGGPDLETESKGL
FGLSFDELLGSEWVKDDSICFKVCIEEAAMKDHPSQGQVFVGKMDVVYERKPPSVEVPPPTLKAELLSLLTEGRHSDVTI
EAAYGEAAPVTFSAHTNILSQRSDVFAAAFAHEMRESTTRTLTVTDVPPPALKALLHFLYTDDFDEVQKVLREEGSSEGS
SSSGGASSSGASGAAEQSIAQLQAVLAAAHKYGVLRLLRWAEGQLCDKLSCEMACSLLSLAHVYGATELERNCLAFMKAN
MAQVVKRADFAALAPEALVKFHMHCAGVEPGRKRKRDEE*                                        
>Ehux_450691                                                                    
MYCGGIPMPCRSDSLTWARCRYLSARKVFSEIAFAARLKAYTDSTINARGRGSMASHPSHEATWPWHTGHSCSVVGKRVF
ILFGKHEDEEGKVICPPLQMLDTVNMTLTYPQVLQDAEGRSTTPDDREGHTASVVDQQIYIFGGTWEDEKTGVNAYLDDL
HVFDVASYSWMKPAYTGSPPEGREGHSAAVIGRLIFIFGGTRGTWVQEAERTPHRELEDEGESVYLNDLHTFDTATGAWS
MPEAHGQLPSQREGHSACVVGSDMILFGGAGLDGDDRSINLCDLHKLDTAPDEIARDCTRLHEIARARHDTPPPPILGSS
PPPERRYHTASVVEGRLLVFGGQYYDYGKDLHFECSNAVCEIDLEQLAWRIHPPSSPSPLKRACHAAGVVGKCVYVVGGR
YWDEQEDDYIFLNDVLDTRPSSSLASDWRRYFNSELLSDVCLLVGDMRIPAHRVVLAARCDFFARMFASGMREATEEELP
IVDVSPPVFQLLLEHLYTDSSAVPEESALELFAAADRFGVERLRALCSDRIEGMLSAANVCDVLTVADQHNGAELVEAAV
SHIVENFGEIHCSPPFRELSRPLLDVVHAAIAPRLVLAAPPAGLAAEAGGSRQSARRHST*                   
>Ehux_435579                                                                    
MFAWGEDAQKQLGSGGSAPHSSPLPAAVCEDALQAAVVQVASGDGHSVACDALGGVYCWGRNREGQCGELGTARVSQPML
VEGLQHEAIVAVACGSDSSFAVSAGGSVFRWGATHRPSSGLADANVAGYGRSVDELSDRERAMLKESLLSFLYSGDSGEP
TDHSAAEVGTRREIVASPERVELPAGARACAVAAGFGFGVIALQSGGALAFGLNDRFQCGTGDRATKGIPTRVAGLDATR
LRSVACGQQHCFASDEAGGAWSWGLGSFGQLGHGGRSDERRPRVVEALRAKGAVFAVACGQQHSVALLRPGGSGGGGGGG
GSGGRGDGGDGGSGGGSGGDGGDGGGGGGGGGEGASLWGCGHAEYGQLGTGDAANVGDAERDYPEPRQIPLPADGEPCGV
SAGALHTAVLTERGEVLTFGWGAAGALGHGGFGYELEPRAVEALRSIRATSISAGARHTVAVQAAASTGGPSLARDFGRL
LRAGTGADVAVVAGKGPGRRRFLLHRAVLACRCPRLLAMAALSSRFCRGAPAAEEPREWEWHRPEGRCYEGGWPPPDCLP
ALGLPECRAPIFALLATWLYTGRLLCSERLFLGQLADAAASLRLRALVAECRRLIGSTLWPGDAASPHDDLGASFARLLL
EASSGPADDVCLRAVDGEVGASRALLCARSEFFRSALQGGFHQLPTIDLQWTGVGRHELRQLLSFVYSGRVVASGSEGRG
DLALLSPEAALSLLPLAAALLLDGLQRLSEAVLSAVVDEENASALLEVADQCYASRLKATCSEALRS*            
>Ehux_354836                                                                    
ESHLPGRRRRGAHRAREQESHLPGRRRRGAHRAREQKHALRPVPVFRTMFGIGMKERDAAEVTVSHTDPASFTALIDYLL
SDKFDLGEVEGGRAQRALDLRQLAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVR
ASGGVEQLRDFGVAKGLLGDA                                                           
>Ehux_354993                                                                    
MANTCGDATLPQGMVTFLVGDDEERVEHVSKCVLCVRSVFFRTMFGIGMKERDAAVVTVRKTDLATFTALVRYLCTDQLD
LGEEEGEQARRALDLRQLAQMYQVPRLELLCAQALQESVAPASAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKKGRRARRRPDAPLCRVA*                                      
>Ehux_208291                                                                    
MESTGALALDAEEPVPIADGFEAPIFGARVVGQVTTLTLEGEDGPLASLGPVGVASDHTGAWYVSTEDSLLHVSAAGRVR
RVAALPATSVFYAVAASPDGSALFVADFSNDKIRRVEVTTGEVSTISGSGTAGSADGVGDASQFYQPSGLAISPDGSALF
VADKGNNKIRRVEVATGEVTTIAGSGEAGDADGVGDAAQFANPAGIAISPDGGALFVADCNNNKIRRVEVATGEVRTIAG
SDKAGDADGLGDAAEFCSPTGLAISPDGSALFVTDFSNDKIRRLEVTTGEVTTISGSGTAGSADGVGDAAQFNYPEEVAI
SPDGSTLLVSSSGGLRQVCVAAPPPPPSFAPIVVPPSTILADLAKTRGDATLPEGKVTFLVGDDEERIEHVSKNVLCIRS



PVYRTMFGIGMKERDAAEVTVSHADPASFTALIDYLLSDKFDLGEEEGRAQRALDLRELAQMYQVPRLELLCAQALQESV
APATAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVAELKGAMREADLEKARAEVSERA*                     
>Ehux_208373                                                                    
MARKRARTGGGEDGDVPVPVADGFEAPIFGARVVGQVTTLTLEGVDGLSLGEVGVASDHAGAWYVATKDSLLHVSAAGRV
RRVAALPASDEFYTVAASPNGSAVFVADFSNHEIRRVEVATGAVTTLAGSGEEGAADGVGDAAEFDSPYGVALSSDASAL
FVADSSNHKIRRVEVATGAVTTLAGSGESGDADGVGDAAQFCSPLGLAISPDGSALFVADYSNNKIRRVEVATGAVTTLA
GSGEDGGADGVGDAAQFCYPHGISISPDGGALFVADVDNHKIRRVEVATGEVTTLAGSGTRGSTDGVGDASELNGPVEVA
LSPDGSTLLVGSNGGLRQVCVAAPPPPPSFAPIVVPPSTLGADFAKTRGDASLPQGMVTFLVGDDRERIEHVSKNVLCAR
SPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVDYLLSDKFDLGEEEGRAQRALDLRELAQMYQVPRLELLCAQALQES
VAPATAVPLLEAAHTLGDGRLLAQCRRFVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVVELKGAMHALRVAES*  
>Ehux_355087                                                                    
MKERDAAEVTVTHTDLASFTALVDYLLSDKFDLGEEEGSRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATAVPLL
EAAHTMGDGRLLAQCRRYVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKK                       
>Ehux_310539                                                                    
MVTFLVGDDKERIEHVSKCNLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVDYLLSDQFDLGEEEGSRAQRAL
DLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHATGDGRLLAQCRRFVADHAAEVRASGGVEQLRDFGVAKGLL
GDALDQVAELKGAMRALRVAES*                                                         
>Ehux_208409                                                                    
MASSARKRARTGGGEEDKEPVPVAAGFEAPIFGARVVGQVTTLALEGEDGPLSLGEVGVTSDHAGAWYVSTKDSLLHVSA
AGRVRRVAALPASGVNSIAISPDGSAVFVADCRNHEIRRVEVATGAVTTLAGSGESGDADGVGDAAQFCYPTGIAISPDG
SAMFVADHYNHKIRRVAVATGAVTTLAGSGEEGDAAGVGDAAEFYYPVAISPDGGAVFVTDHDNHKIRRVEVATGEVTTI
AGSGTEGSADGVGDAAEFSYPTEVAISADGSTLLVTSDGGLRQVCVAAPPPPPSFAPIVVPPSTILADLAKTRGDASLPE
GKVTFLVGDDEERVEHVSKCNLCARSPVFRTMFGIGMKERDAAEVTVAHTDLASFTALIDYLLSDQFDLGEEEGRAQRAL
DLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTMGDGRLLAQCRRYVADHAAEVRASGGVEQLRDLGVAKGLL
GDALDQVAELKGTVAARDAELEKVRAVSE*                                                  
>Ehux_355105                                                                    
IRRVEVATGAVTTIAGSGEDGDADGVGDTAEFCSPTGIAISPDGGALFVADHGNRKIRRVEVATGEVTTVAGSGTEGSAD
GVGDAAEFDCPTEVAISPDGSTLLVSSSGGFRQGCVAAPPPPPSFAPIVVPPSTLGADFATTRGDATLPQGMVTFLVGDD
KEHIEHVSKNNLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVDYLLSDKFDLGDEEGRAQRALDLRELAQMYQ
VPRLELLCAQALQESVAPATAVPLLEAAHTLGDGRLLAQCRRYVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAEL
KGT                                                                             
>Ehux_356057                                                                    
DLAKTWGDKTLPEGKVTFLVGDDLERIEHVSKNVLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVRYLLTDQF
DLGEEEGGRAQRALDLRELAQMYQVPRLELFCAQALQESVAPATAVPLLEAAHTQDVGRQNPPRGESHLPGRRRPGAHRA
REQERALRPVPGLSDHVWHRHEGARRRRGHGVPHRPRQLHCPRPLPPHRPVRPRRGGGRQGAARARLAGAGADVPGAAPR
AVLRAGAAGERRAGDRRAAARGGAHAGGVEQLRDFGRRRARPGGGAQGHDARAPRRGEL                     
>Ehux_356388                                                                    
LKKMRGDASLPQGQVTFLVGKEEQRVEHVSKNVLCVRSVFFRTMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLD
LGEGEGEQARRALLLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKGTVAARDTELEKVRAEVA*                                     
>Ehux_103377                                                                    
MFFDSWESAVDRGRSYKRQRDEAADLISGPCWLKTNVVKAWREGRFTDALVVVEGKEYAVHRAVLAGASKFFDRAFSGSF
SEAADAVIRLNMPAAAWEAAADYIYTSAVQIDQASLVPLLEVARFLELPSLEGLLVDRIADGVSPDTFDTAWDAAGRLNL
KPLEKKLATMVATCMENVRAFAIARDMSSLPEPVRAALCGEASMQLRVKYIRICMPRDGSASGSKLAVCRRTFALLGGTE
DVDDLSMDIDKQAKVSLRFTAPPEACIGYQRFQYDYQTLVLPIAAGKVLPAWGEAAPLKVSRHIRLPVEWTIFSVRIGDG
DYPKTVHAWPGGPTLQLYKLVVTLKEGITGRMGDRVVARDFDFVTGDALVPLWGLLGPRAVLEVRTDADPATELRGLWLP
PDGIGMKTLAPA*                                                                   
>Ehux_356531                                                                    
MVTFIVGDDEERYEHVTKALLCIRSVFFRTMFGIGMKERDAAEVTVSNTDLATFTALVRYLCTDQLDLGEEEGGRAQRAL
DLRQLAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHMTGDGRLLAQCRRYVADNAAVVRASGGVEQLRDLGLAKGLL
GDALDQVAELKMVTFIVGDDEERYEHVTKALLCIRSVFFRTMFGIGMKERDAAEVTVSNTDLATFTALVRYLCTDQLDLG
EEEGGRAQRALDLRQLAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHMTGDGRLLAQCRRYVADNAAVVRASGGVEQ
LRDLGLAKGLLGDALDQVAELKGTVAPVG                                                   
>Ehux_103498                                                                    
MVPTKQTARKSTGGKAPRGQLATKAARKSAPATGPLRLVLESPKLKENACEMWTRQQQGEFTDAVINVQHRAFQVHRVVL
ASASPYFQKLFSCGMQESNACSVTLPDITADIFEAVLRFMYMSEVELPIEDADMLLEMLLELVQAAAYFQVTPLLKTVES
ELCGQVNASNALQLLTFADTYEVPQLYAKALRAARRDLELVATQPAFNAVSLPRLLSLLMSVRAPRGFDIGVTQSAVTCW
ARAKRLENVDTLAVLLATTSVRGERAAVVDGRMFVLRGCVSISVSEGEAAPRLEAAPLLLRAFDPAMGTWQPSSSWQSAE
AAAGEDLIAGGSFMPALVALNGNLYAVNAGLRSQKRLLFPTPNTHPPETTDELAAMRVFIPAPPIPWDRAGSLPGRWENA
PPIPLGRSNAVVASFGATLIVAGGLSRSSADGDTFECLARCDIFHPDRGAWVEGPAMLEPRCDAAAVVFDGALYVIGGAS
SNGQPLSTVEKLTMDGGWQPAPSLKQARRNVTAFVFSGSLFAGSYSTVLSGSYSPAVEKLLPSGEWVVLPEHATAGGGAS
VGSSSAGGAQIAESAHNVRAADRRCNYMRSLDGTCFDIAYPTIPMDWAARIAPYDVLYVASAGSAGEGLFTSAPLAEGHL



IELTGRLIETAEAERAYASSFLEKYAVALDESGESCKWYLVPEPNGGGLALYFANCGDEQTPCNCEIVTLAAAGCAVPHV
RLFLRTRAIATDEELRWDYGPQYNRSWLAKKARN*                                             
>Ehux_311149                                                                    
MADDASMREGKVTFLVGDDEERIENVSKCNLCARSPVFRTMFGIGMKERDAAEVTVPHTNLASFTALVDYLLSDKFDLGE
EEGRAQRALDLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTLGDGRLLAQCRRFVADHAAEVRASGGVEQLR
DFGVAKGLLGDALDQVAELKGTVAACSAELEKVRA*                                            
>Ehux_357019                                                                    
VGKTWGDATLPQGMVTFLVGDDEERIEYVTKAVLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVRYLLTDQFD
LGEEEGGRAQRALDLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTTGDGRLLAQCRRYVANHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKMGAARTAAGQRAAP*                                         
>Ehux_212874                                                                    
MPSRKRARAPSTALVVRAEPSEGSLRAGLAKLWRAGTCCDVELVVEGRSFSAHRVVLAAESPCLAALVCGGFAEAGMPRI
ELQEISSSIFERALDFLYLQECTLASQDELQPLLRAACHFQIAPLQAACEAAVAERLDASNCLRGLALADALTLSSLRQS
ATDVALASFEEAAAAEDGAALAALPAAMVGALLASDELKVAKEEAVLGAAKAWLAAQQPAASSEVARGLLEHVRFPLVDD
LAALERDELLLQHPALVMRAYREKVTGEATPRTRRRGKALSYEDLEIGMAVQVSGDAEFVKEQCKQVAPGADGIAGWTEG
GVMEAMVGHEYKIVALGSCFRAAKLIQDGGRSFWFPYTVLLRA*                                    
>Ehux_104201                                                                    
MAKRLREPDRAAGERPTVKLSGGQPCPDGQVNLWRAGKLCDATVHVDGRAFQVHRAVLAGASEFMSALFTSGMRDSDEPS
ISEVAGDVFSALLEWIYCGECRVEADLLGGMLDASSRLQLASLQSATVEALVQGIDTSNAVQYWECGDAHNIPRLVEAAK
AAALQSFGEFSTCVAFDALPIGRVCELLKSDALKADSEEIVFRAAARWAAANLSASEQEVGAVYSHVKYGLLPAAFLSSV
VEQDPPLVTHPRGGWIVARSLKAHIDQGSSPRGPLVTVLNPGSVYGGFEAMAVHLGVRDEWDRRADAVAGDKGVPLAMGQ
RSSSPDDKVVAVRILRTGSVILIGQLGLELVRGAWPASKGRPPR*                                   
>Ehux_214578                                                                    
MPARKRARAEAPVETATLTDPDEHHPTFRQLATLWRAGQLCDVTFTVEGRSFSAHKLVLAAASAYVRALVDGPRFADSSS
DALTLDEMPAAAFELLLEWIYSGSCNAPLNLLQPLLLAAGRLQVPALEMAAANALAERLDATNCSNLWAFAERAALVDLA
AAAKAFALNHFQEIAGDAAFLNLPRAQLEVLLSSDDIALKEELVFENLMLWLSAQPAEAREPDEVAKLLEHIRFATMERA
FITERVQPHELMQSMPAYKVLAEALADSCFGAGTARSAPRGGSCGWLLEGLDCGDKVTAEGRVLTFKVDAYRLVRLDKLI
SSGKWEIGFELVADNAGCGAAATVFGLVARDGGPPVDFDLKGTSITLGLDNTFMLRRHRRLVYANGTKARGGAEATRNSL
SAPAHLSWCIVSPPIRHNKT*                                                           
>Ehux_357873                                                                    
MRGDASLPDGKVTFIVGDDEERIEHVSKSLLCVRSEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQFDLGE
GEGEQARRALVLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHATGNGRLLAQCRRFVADNAAEVRASGGVEQL
RDLGVAKGLLGDALDQVAELMRGDASLPDGKVTFIVGDDEERIEHVSKSLLCVRSEYYGKMFGIGMKERDAAEITVPKTD
LASFTAFIDYLCTDQFDLGEGEGEQARRALVLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHATGNGRLLAQC
RRFVADNAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKGT                                     
>Ehux_214981                                                                    
MPARKRARAEAPVETATLTDPDEHHPTFRQLATLWRAGQLCDVTFTVEGRSFSAHKLVLAAASAYVRALVDGPRFADSSS
DALTLDEMPAAAFELLLEWIYSGSCNAPLNLLQPLLLAAGRLQVPALEMAAAQAERLDATNCSDLWAFAERAALVDLAAA
AKAFALNHFQEIAGDAAFLNLPRAQLEVLISSDDIALKEELVFENLMLWLAAQPAEAREPDEVAKLLEHIRFATMERAFI
TARVQPHELMQSMPAYKVLADALADSCFGAGTARSAPRGGSCGWLLEGLDCGDKVTAEGRVLTFKAGAYRLVRLDKLISS
GKWEIGFELVADSAGCRRAATVFGLVARDGGPPVDFCLKTSASIVLDNAYMLRRHQRLVYANGTMVGEGDGQVGQGESES
YAQFPVGSLVRIIADMDKREATFSIDGTAVTAVARGISGPVYPFVGSYHSAGPDKVIAFKHVRRLA*             
>Ehux_215577                                                                    
MPPRKRARADAAAASSAPLVALKTSHDVDNPQLQAEAAMWRAGELCDLTVTVDGSAFAVHKLKLAAASDYFRALLPGDRF
ADSAEHQLKDMKASVFEGVLSFIYEGSCNVPEELLVPLLEAASRLQVAPLAEALTAALKERISVANALSTWIFADRASLP
ELAATARQHTLKHFADVAATDDFVQLSHEMLSALLASDEVEADEAAVFTALVRWLRAQAPAVREESTVAALLEHVRFSTM
SADFLTEHVETEPLMNTAAAFKVLAQAMKEKSFGAATPRTTPRTGGPLNPKWVLEGHDAANVSAAGETMTTQKGLVRVDT
LIASGTYEVVFKLTEDGADLSAAVSGFGIVRDNCDRLESNSNGMPNVWWLRRFHRMVYSENHKEGLTPRGYEFPIGAEAR
MLVDMAAGQVTFFIDGVEVPHKAKGITGPVYPCALSYGRKVSVSIVSVRRLKL*                          
>Ehux_358189                                                                    
VRSEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLDLGEGEGEQARRALDLRELAQMYQVPRLELLCAQAL
QESVGPASAVPLLEAAHTMGDGRLLAQCRRYVADHAAEVRARGGVEQLRDLGVAKGLLGDALDQVAEL            
>Ehux_217037                                                                    
MRLVCDDGLHVTAHRCVIALASPVLSQLLYGNMPPPSSDGFAANLQLPGKQSKAVQEFVAWCYTDQIAPSCDPVALLHLS
EEWDAPSLKAGLEPLLMDGISKLTCVDALLWGLEFQLAKLASAARVTILAEYTHVAGLQSFGRLPFSELRGMLQDDKLVV
PSEMVVFESVASWCGQQSSAVDTSDVVQLLACVRYASMETAFLRGTVAVHPLLTRCDAAGEHVSDAVLHIAEEVDAAAAV
SVGSKRPRETSIRPLPYKKRARLTGEFCTSSASRPSVRLAIASSDGVRLDFDAADASPRAPGYFYWLGTCAGTREWTNPA
QEGEMEVKLANDYEKRTFVDEHLVLLPFDNTDPERDIYATLTSREKDRHNCPISHLQFQLPHRFVLTGYAFTILSRHEDE
DSDSDEHVGSTITWDVLTSKDGNCWKKLVRKQEATQSTDPFDEVLSRCVTGAEAPTFFPIPVDKVDTSGSRFFRFQARHP
NYLDIWRVELYGSSLSSDQ*                                                            
>Ehux_311940                                                                    
MHASAARKRARTGGGGEVEAVPVADGFEAPIFGARVYGQVTTLPIEGEDGPLASLGQVGVASDHAGAWYVSTKDSLLHVS



AAGRVRRVAALPASNYYTAAASPDGSAAFVADFINHEIRRVEVATGEVMTIAGSSTAGSADGVGGAAQFCYPGGIAISPG
GGALFVADFNNHKIRRVEVATGAVTTIAGSGEDGDADGVGDAAEFCGPRGLAISPDGGALFVADSENHKIRRVEVATGAV
TTISGSGEGGDADGVGDAAEFYDPRGIAISPDGSALFVADHDNRKIRRVEVATGAVTTIAGSGTTGIVDGVGDAADLASP
DEVAISSDGRALLVKTRDGRLRQVCVATPPPPPSFAPIVVPPSTFSADMAKTWGDATLPEGKVTFLVGDDEERIEHVSKC
NLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVRYLLTDQFDLGEEEGGRAQRAFDLRELAQMYQVPRLELLCA
QALQESVAPATAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGAMRALRV
AES*                                                                            
>Ehux_217402                                                                    
MTAVNVNSPDEDKIMAAKRRRGSDESSTQSSSAAITLECSTAASAAIREDGLRTAIAAQWREGTLCDVDLLVEGTAFKAH
RMLLAAESPYLSALVTTAMRERAGPIELKELSAASFAAALSFMYTRRCTLGSQDALQPLLHAAHLLRVPPLLAAAEAAVA
ERIDASTCLRALGLAEHLSLAALANTAQKLALQHFGTAAEAEDGAALHTLSAEQLGDIIASDDLAVSDESVVLEAVKGWL
AAQQPAASQATAGALLAHVRFAELSKEQKVALDDEPLLQQHFKIVATAYREKMHGEDTPRARPRSGSFRCCLQYDDLRVG
MMVKVHPDRAFVEEQCRKVVAGATKNCGWAVNMTSTCGSTYRVAELRENSCSARLDIPRVIWHLPYTVLQIVCDA*    
>Ehux_217625                                                                    
MASAARERARTAGEDSESDGGAVAVADGFEAPLFGLRVVGQVTTLPLKDEDTFWHRSNHSASQAITRAPVAGSAPFVADF
DGNKILQVEAANGALITLAGSGTSGSADGVAGAAQFSRPRGVAISPEAARSFPDGSALFVADFRGFKILRVEMSTGAVTA
VAGSGTSGSADGVGGAAQFHHPCDIVCVSAPPPPPSFAPIVVPPSTLVADLGKTWGDATLPIGLVTFLVGDDEQRLSVCK
CNLCARSIFFRTMFGIGMKERDFAEVTVSNTDLATFIPLVCYLLTDQLDLGEEKGGRAQRALGLRQLAQMYQVPRLELLC
AQALQESVGPASAVPLLEAAHATGDGRHCGYVADNAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKGTVAAREGSRT
QG*                                                                             
>Ehux_359034                                                                    
MEKTWGDATLPQGMVTFLVGDDEERVEHVSKNVLCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLD
LGEGEGEQARRALVLRQLAHKYQVPRLELLCAQALQESVGPATAVPLLEAAHTMGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKGARVERVDNGLVRF*                                         
>Ehux_359044                                                                    
ARAGRGWLRGAHLWRARRRPGLHAGARGRGRPSVGVASDHAGAWYVATKDSLLHVSAAGRVRRVAALPASGVFYTIAASP
DGSAAFVADCNNHKIRRVEVATGEVTTLAGSGTTGSADGVGDAAQFDCPNGIAISPDSSAVFVADCGNRKIRRVEVATGE
VTTLAGSGEGGGADGVGGAAEFYHPYGNAISPDGGALFVADVTNHKIQRVEVATGEVRTIAGSGASGSTDGVGDAAQFDC
PAGIAISPDGGALFVADNGNKKIRRVDVATGEVTTVAGSGTRGSADGVGDAAELNGPAEVAISADGSTLLVSSSGGLRQV
CVAAPPPPPSFAPIVVPPSTILADLAKTRGDASLPQGMVTFLVGDDEERVEHVTKANLCARSPVFRTMFGIGMKERDATE
VTVAHTDLASFTALIDYLLSDKFDLGEEEGRAQRALDLRELAQMYQVPRLELLCAQALQESVGPATAVPLLEAAHTMGDG
RLLAQCRRFVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELK                                 
>Ehux_217900                                                                    
MRDTFFFSKFFFHEKVFTLPDDGPLASLDVHGVASDGAGAWYLATGGSVLHLSAGGEEPLDRMYEPSRHSLSVRSVATCP
EGGRFEGIAVSPDGSTLFVADCRGQAIRKVEAATGALTTLAGSGSSGSANGVGVAAHFNGPTYLALSPDGGTLFVADTGN
ARIRRVDVASGAVTTLAGGVGHGSIDGVGDAARFQYPYGLALSPDGRALFVADCGSDKVRRVEVLNGAVTTLAGCGRRGG
TDGAGNTARFHAPIGIAMSPDGSALFVTDFSGHKIRRVEVVGRAVTTLAGKGWGSADGVSKSAQLSFPGGVAMSADGSTL
LVRSGAPSSALLCLVCLVPPPPPDAFAFAPIVVPPSTLPADLKKARGDATLPQGMVTFVVGRGRQRLEHVSKNVLCVRSD
YFRTMFGAGMKERDAAEVTVPHADLATFTALVDYLFADELDLGEEEAGRVQRALALRQLAQMYQVPRLELLCAQALQQSV
VAETAVPLLEAAHTMGDGRLLAQCRRYVADNATEVRASGGVEQLRNLGVAKGLLGDALDQVTELQEALDALRVD*     
>Ehux_422528                                                                    
MLTMAGEHLTAAELRARIEEQRALRVTLQEDRSTLTRELEEAKERQQLRRELEQESRINAGIRASNGVKGRIRIRIDNDE
AGDLDGTPQQTEQKPKPAPSSTLAKSTVSYASDVVKREYVWEVQGLSWLEQQLTQEGRECTNSELFEVDRTDECSTYMLA
FSPRGGSLQHEMDDQFEMFVDDLCGTLALIRCADNYGTNLCYRFFVRDASGEFQPLGDTTRVAVPARGESFCFVGGPDLE
TESKGLFGLSFDELLGSEWVKDDSICFKVCIEEAAMKDHPSQGLVRVGHHASIYEHTPPSVEVPPPTLKADFLSLLTEGR
HSDVTIEAVYGEASPVTFSAHTNILSQRSDVFAAAFAHEMRESTTRTLTVTDVPPPALKALLHFLYTDDFDEVQKVLREE
GSSEASSSSGGASSSGASGAAEQSIAQLQAVLAAAHKYGVLRLLRWAEGQLCDKLSCEMACSLLSLAHVYGATELERNCL
AFMKANMAQVVKRADFAALAREALVKFHMHCAGVDPAEEEPGRKRKRDGE*                             
>Ehux_359371                                                                    
YSNNAIRRVGVATGAVTTLADSGTMGDADGVGDAAQFHSPAGIAISPDGRALFVAGCSNHKIWRVELATGTVTTLAGSGE
DGDADGVGDAAQFECPEEVALSPDGSTLSVGSRGGLRQVCVAAPPPPPSFAPIVVPPSTLGADLATTRGDASLPQGMVTF
LVGDDEERIEHVSKNNLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVDYLLSDKFDLGEEEGRAQRALDLREL
AQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGVEQLRDFGVAKGLLGDALD
QVAELKGAMRALRVAES*                                                              
>Ehux_359390                                                                    
MRGDASLPTGLVTFIVGDGEQRIEHVSKSLLCVRSEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLDLGE
GEGEQARRALVLRELAQMYQVPRLEMLCAQALEESVGPASAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGVEQL
RDLGLAKGLLGDALDQVAELKGTVAARDTELEKVRAEVAERA*                                     
>Ehux_219635                                                                    
MWRSGELCDVVLSAENEKIRAHRLILAGGSSYMRSCFSSGMRDGEAAVLTLQGVTACSLRCLLDFLYLGECEATPSSIVP
LMHAASLMEVRPLLQLAADFLGKDGLLPESYLNIIELCDTLDRPETAGLRAACLAFVSEHLEALAAEEQWRRLPRPWLRA
LLESEAITLPELCVFQSAIAWLEAQPQPQRDGEACAELLGIVRYATIPADTLVDAVEPRIESLGHAGLAQRLLHAAFRFS



SLSPARQMGEERSAEFCRREGQVGDLAWRLLNTPSDDEASVLDGNVLTVAADSDEQGVSLHQVSSACVTLRSELTWSVLL
AVKEGCPALDCHDMLFVSFGTGEPVAGWINHRSLAACEEAWASVDGYEDHGSGANRDRSFEVTLYARLTRISGSEAAAEV
WLEDQAGQKHEVSDSILDSKFPAGAPCRLVLGLTYGPAEAVLLDVKAR*                               
>Ehux_107259                                                                    
MSRKRSRSSSCSAPSASAASPAILLSGGSQALHRDAVDKFRAGELCDVELESADGETVGAHRIVLVGASKYFKTLWSGKW
PGDCRGPLDLTALSTACLKACLEFAYTGEAEVADEDALAELLAGAAFLQMDELLEAAAEAYVSRLAASNALAVWELADRI
GRLPRLAEAAAKAARANFGEVVAGGEAWTAAPASIVRSLLEDDRLRASEEDVYRAGVAWLQAHDPPPGEEEVAALLSRVR
CGTLAWAADAASTRQASRRREGQLVTLESRTLTLMAPTAEAKEMWVVGINAILSGLYF*                     
>Ehux_359899                                                                    
LGKTWGDATLPQGMVTLLVGEDEERLEHVSKSQLCVRSVFFRTMFGIGMKERDAAEVTVRNTDLATFTALVRYLCTDQLD
LGEEEGGRAQRALDLRQLAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTMGDGRLLAQCRRCVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKGAMHALCVAES                                             
>Ehux_359918                                                                    
GIGMKERDAAEVTVRNTDLATFTALIRYLCTDQLDLGEEEGGRAQRALDLRQLAQMYQVPRLELLCAQALQESVGPASAV
PLLEAAHATGDGRLLAQCRRYVADNAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKG                    
>Ehux_220166                                                                    
MRRVATLEGVDPESDIFHSIAVSPDGGALVVAGGNKLRLVEMDTGELTSLAGSGEAGDADGVRGAAQFHNPTGVAISPDG
SALFVADNRSHKIRRVEVATGAVATLAGSGDADDADGVGDAAHFSYPSAVAISPDGGALFVTDSGNHKIRRVEVATGSVT
TVAGSGDEGDADGVGDAAHFCNPIGIANSLDGSALFVADNENHKISGGLSGEGGNADGVGDAATFDQPVEVISADGSTLL
VSSVGDLRQVCVMASPSPPSFAPIVVPPSTILADFAKTRGDATLPTGLVTFLVGDDRERLEHVSKSLLCARSVFFRTMFG
IGMKERDTAEVTVPNTDLATFTALIDYLLSDKFDLGEEEGRAQRALDLRELAQMYQVPRLELLCAQALQESVGPATAVPL
LEAAHTMGDGRLLAQCRRYVADHAAEVRASGGVLRDFGVAKGLLGDALDQVAELKETVAELKGAVATREAEICVNAAVEP
LRRLTLDGCAGPGRGWEASSHVTYVIVLSYVCGT*                                             
>Ehux_220182                                                                    
MSSSSSRGQRASRSRKRERDAASPRAPALLRIDGGSALPARVVKLWQQGEVCDATVVAQGREFPVHRCVLMAASEFFDGA
FGSGLAESASTRVSLDSVEASALEPILEYVYTGECQVDEAALLTLLQGASFLRVGPLIAAIVARLEDRLTPDNCLDLWAF
GEAHTLLALVEAARVAALRGFDAAAASAAFLHLPHARLLELLQDPRLEASREESVHEAVLAWAKAQRPAPDEEALLPLLR
TVRYPLVARDFFEQTVMAEPLLHSGTLAIKLFGSAFVDVAFGPRIGRRPGFGPSRPQLTWSSTHKGDGIVLLDAGLLAIG
GESEGEVVRSAEPLPATGKHLVEVVYEQGLASAATTNLGACYFTGVVSADVDTFREMDGDENLAHLAHGFWGIDDIGDGG
ETTGVRRGKGGEEGAPPAALVDLGTSQERGLFVRGDRLGLLVDMDERTLTFHRNGDPIPSLVLGGLPEEVYVVATPYNTG
SRVRIVQSD*                                                                      
>Ehux_359972                                                                    
MAKTWGDATLPEGKVTFLVGEDEERIEHVSKNNLCARSPVFRTMFGIGMKERDAAEVTVSHTDRASFTALVRYLLTDQFD
LGEEEGRVQRALDLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTMGDGRLLAQCRRFVADHAAEVRASGGVE
QLRDFGVAKGLLCDALDQVSELKGAMRALRVAES*                                             
>Ehux_359990                                                                    
MRGDATLPDGKVTFIVGDDEDRIEHVSKSLLCVRSEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLDLGE
GEGEQARRALVLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHATGDGRLLAQCRRYVADHAAEVRASGGVEQL
RDLGVAKGLLGDALDQVVELKMGAARTAAGQRAAP*                                            
>Ehux_220735                                                                    
MASKRPRPAEPDRPAGERPTVTLSGGEPCPAGQVNLWRAGKLCDATVHADGRAFQVHRAVLAGASEFMTALFTSGMRDSD
EPTISEVAGDVFSALLEWIYCGECRVEAALLGGMLDASSRLQLPSLQNATVEALVQGIDPSNAAQYWECGDAHNFPRLVE
AAKAAALQSFGEFSTCVAFDALPVGRVCELLKSDDLMADSEEVVFRAAARWVAANSSASEKEVEAVYSQVKYGLLPAAFL
SSVVEQDPPLATHPRSGWIVARSLKAHIDQGPSPRGPIVTVLNPRYLYIRDNLMALHLGVQDEWDRRAIVVAGDKGTPLA
MGATWDFASPNFVAVRISRTGSVILIEQQKLELVRGAWPASKGRPPR*                                
>Ehux_360174                                                                    
MANTWGDATLPTGLVTFLVGDDEERIEHVSKANLCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLD
LGEGEGEQARRALVLRQLAHKYQVPRLELLCAQALQESVAPATAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKGALRMANTWGDATLPTGLVTFLVGDDEERIEHVSKANLCVRSVFFRTMFGIGMKER
DAAEVTVLETDLASFTALVRYLLTDQLDLGEGEGEQARRALVLRQLAHKYQVPRLELLCAQALQESVAPATAVPLLEAAH
TTGDGRLLAQCRRFVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKGALRSHS                     
>Ehux_220814                                                                    
MASRKRARTSSSSSSGVTVVLAGSPLGSKMAAFWRAGDLTDVVVTVEGRSFPAHRLVLAAGAEYFEKLFKSECRDREAPT
IKDELPAAAFEPLLAFLYEGSVAVAEELITPLLHAADYLGVEPLKEAAAGALVARLAPSNALATWALAERLSLPSLAEAA
KQNKEEATGGTGGGCSDDDGLCVLCYAQPRVLRYRPCGHCVACERCAIRHVLAQLQAGELRPRCSHGCGAEIVDVLRVER
ADPPIFERDEGNASCQPGAHSLEAFLERAAQKVLRCSVAQDASQAWLRLREAAGARRQLAFFEAVEAGDLDGCVALRRAG
ASVAQLLRERGADLAAADLDGRTALHFASVNGHLEAGCLTRNASDSPESAACLARAVARWLVGEGVAADSRDAMGRRALD
DTVPCR*                                                                         
>Ehux_221122                                                                    
MPKRAHDAVDDDQVAAVELSDGEPQPERQIALWRASTFCDATVVVEGRSFAAHRLVLASSDFMSTCLQSSMTEQTGRVEL
HDISASSFELVLEYLYTGKARVAVRSLVELLEAAAMLQVQPLVAELAKVLGAGLAGDNCLDLWATAARLGLPAVKPLKAA
CLKFACESFADVVSTTSFLSLSCPQLECLIRGRRVHASEETVFAAVIKWARAAQPSPGELSAILQHIHFRDMRPSFVSSE



VLTEPLVAEHMQLVAKRLLSDQPQRRIHLEATGRVASLAYTWKVPSFSVSGDSEGRVYSPIFRSGGDEWQLKLSKGGEVE
GYLGIFLICPNAVGDVTVKADFTLKLHNQTPRKSVQKWAEHEFKHTAKPHMGWINEDWGWQKFIELEKLSAGFLVDDTLT
VEVSIERRNE*                                                                     
>Ehux_360359                                                                    
TCGDPTLPTGLVTFIVGEDEERYEHVSKNLLCIRSVFFRTMFGIGMKERDAAEVTVRNTDLATFTALVRYLCTDQLDLGE
EEGGRAQRAFDLRQLAQMYQVPRLELFCAQALQESVGPASAVPLLEAAHATGDGRLLAQCRRYVADHAAEVRASGGVDQL
RDLGVAKGLLGDALDQVAELKGTTCGDPTLPTGLVTFIVGEDEERYEHVSKNLLCIRSVFFRTMFGIGMKERDAAEVTVR
NTDLATFTALVRYLCTDQLDLGEEEGGRAQRAFDLRQLAQMYQVPRLELFCAQALQESVGPASAVPLLEAAHATGDGRLL
AQCRRYVADHAAEVRASGGVDQLRDLGVAKGLLGDALDQVAELKGTVAALKGTQG*                        
>Ehux_360557                                                                    
MWGDATLPEGKVTFVVGDDEERLEKVSKNLLCIRSVFFRTMFGIGMKERDAAEITVRNTDLATFTALVRYLLTDQLDLGE
GEGGRAQRALDLRQLAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHAMGDGRLLAQCRRYVADNAAEVRASGGVEQL
RDLGVAKGLLGDALDQVAELKGA                                                         
>Ehux_312703                                                                    
MANTWGDASLPQGMVTFLVGDDEERIEHVTKANLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVRYLLTDQFD
LGEEEGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTMGDGRLLAQCRRFVADHAAEVRASGGVE
QLRDFGVAKGLLGDALDQVAELKGTVAARDVELKKVRA*                                         
>Ehux_360801                                                                    
GIGMKERDAGEVTVRNTDLATFTALVRYLCTDQLDLGEEGGGRAQRALDLRQLAQMYQVPRLELLCAQALQESVGPASAV
PLLEAAHATGDGRLLAQCRRYVADNAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKGTVAAR               
>Ehux_108401                                                                    
MCSPTDVVCVDGWLYVVEPHTVRCVSPTHHVTTIAGAHNSSGYKDMVGTDARFHNGSTGRITSDGRGLVVLTDINNKRLR
SFRVRIESSVEIPLSTLQADLEGLMSNEDAADFKIVVEGKTLYTLRGLLTTRCAHFRTMLASGFSESTSDEITLTEDSFE
SVRAVLLFLHTDRLEVDDEHAVEVLRLSMMWELPRLQSLAQDSITRRVTASSVCAFLSAANAHDAPGLRAFCVRYIVLNF
GSVQASGNFASLDKELLCEVIQSIRI*                                                     
>Ehux_222586                                                                    
MPPRVLPVIVVELYRDYLTELARRGFDNLSAGGDRVSISTPRKVWATLRALAKDGESDGAAAVADGFEAPLFGAPVVGQV
TTLPLEGEDGPLASIKPLGVTSDRAGAWYVGSKGSVLHVSAAGRVRSVASLEDASLRGIAISPDASALFVADMFNHKIRR
VEVATGAVTTLAGSGTVGSAEGVGGAAQFTVPSGVAISPDSSALFVADSHNHKIRRVEVATGAVTTLVGSGTEGSTDGVG
GAAQFYSPIDVAISPDGSAMFVADFGNHKIRRVEVATGAVTTLAGSGTRGSTDGVGGAAQFHLPSDVAISPDGSALFVTD
ANNHKIRRVEVATGAVTTLAGSGTEGSADGVGGTAQFRNPLGVAVSADGSTLLVCTKDGGLRQVCVSAPPPPPTFAPIVV
PPSTLVADLGKTCGDASLPEGKVTFIVGDDEERYEHVSKCVLCVRSVFFRTMFGIGMKERDAAEVTVRNTDLATFTALVR
YLCTDQLDLGEEGGGRAQRALDLRQLAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHMTGDGRLLAQCRRYVADNAA
EVRASGGVEQLRDLGVAKGLLGDALDQVAELKGNRTQG*                                         
>Ehux_222694                                                                    
MEVYFLLFLSCQRTYKREGKKNTRPAAPLPLLIMHAANKLPRRSLALPDLSRDQLLALVESLRPLGGNGLAVEDYLRTAS
SQEQAGWEPLCSDAAQLLAMGSPGELVTVRTIASPEAQSCLDAGEPADLTLLSDDQRFRVHTSAMAAASDFLAALFGAGM
TDSTAREVALREVTATELQALLELVYHGECSVRCGGLPALLITAARLQMPTAQRAVEGAIASRLTAANVLDAWELAEQHN
LPALREAAEALGRETFDFGPLDFGPLDSHETMHPGYPRDIPCKCGRLQWLKLDRDRGISFERAAAHVAELRLASGGGLFE
GEGFYVSHNSLLGREKDVLAYALLICKSRHVHDRNNEVALFRVFRPGIGPGVTVTLAEFTQKLPSGVPRFKLIAEDDPQL
AAGWTRLYDDALSICAHGPRDSWIMACADWNELKDLISVREVKELKTVARTDDYSDDSESEEEVEEVVGTALQLTRAELG
GRHVFGLPLKLNGAPTERKLRGLELRQPNPQCWLDTGYPLPKQLRRVM*                               
>Ehux_360994                                                                    
MFGIGMKERDAAEVTVPHIDPASFTALIDYLLCDKFDLGEEEGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATA
VPLLEAAHTMGDGRLLAQCRRYVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKGAMREADLEKVRAERA*   
>Ehux_222729                                                                    
MTRRFNVGDYGGGDEPAAKGALLSWRDDPDETLSDWRIEVNVPDAARNSKTYHVHKVVIAGGPRKSDYFVRQCRGNGASR
LAEAARGESKLDLDAEAAEAMPAFLDYVYTGELQATKENACALFHLAEYTANPSLHAEVKLYLEESLDYTCAPTYIAHAH
LFSQDKLIDAAVEAAAEQLQLYADHVFLPGDHRFDPATADNFSGCPELHDLFALHHTLFARVVTSDHRPEADHGGYYHGG
GYYHQRHGGAGVSWCVVRLVADYCTRRADDIDASFLEAVVDESFLDNLGSDVAMPLLEAAMKHPGSDASTKLRDRCIQKA
GEDWKKTLLPLAQKEKRRREEQAAAEEAAAARSRKKKAAKRTAPPAASSSETVPAMPLGPGLPADMQLKLLGNMLLHQGG
EDPFD*                                                                          
>Ehux_454325                                                                    
MSRKRARSSAADSSASTRDRPVHVGAGLLPQRPEVIQKFRDGDLCDVELQPAYGPAVRAHRIILVGVSQYFKALFSGTWS
GSGSHDLSALSPACLHACLEFAYTGEAEVADEAALSELVEGASYLQMDELLVSASEAYEARLSAKNALAVWQLAEAIGRL
PRLAEASAWVARVNFGEVASDEAWASAPAWIVRSLLEDDGLHASEEEVYRAGVAWVKARDPPLSETEVAELLARVRFALL
PPALLPKMASLARRRAFLLTRALLLLLASTRCAEQPPAEEQEQLWESARRALKKGLHNKAFEAYSSLSKSLGPPDAVHWE
KHPDKRLELQEGLCLSAARLRKEQVAIGACEAAGGAVRGGKRASVGMLMALGEAKFFDGKWEEAGAYFAQAEAQARRGDA
VKQEREAAEARGRAEVRMFVSFGRQRGRPAATSLLSKSRKKVEEALVECAATAACKAVPPGTASSGPLYVRDAQTRYLRL
AGSPLKSRFLPHPSPRLGGRQPMQAMSLCDSEAATHPCAAFVVEVGGGGGATPLSAGSVFRVSFWKPLPRLTTATAGVEL
PEVLSFVRLPEEAPQQQQQQSQQQQRRERKQQQQQQWHQQQQQARGQRGRGGGRFPQQQQAPKQKVRDYYAILSVKRGAS
KREIKKAYHAAAKRWHPDKNRAEGQEARLEKAERNFKLIARAYEVLSDPDTRAAYDRGENVDDPKWAQRQSAQQEAQRRG



GNVRFNAGPQGQQQFQRKGGRGGGGQRRGPRTFHF*                                            
>Ehux_312979                                                                    
MFGIGMKERDAAEVTVRNTDLASFTALIDYLLSDKFDLGEAVGGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPAS
AVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGAVAARDAELGKVRAEVAE
RA*                                                                             
>Ehux_361353                                                                    
MGKMWGDATLPQGMVTFLVGDDEERVEHVSKCALCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFSALVRYLLTDQLD
LGEGEGEQARRALVLRQLAHKYQVPRLELLCAQALQESVGPASAVPLLEAAHTTGDGRLLAHCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKGALRGHSRS*                                              
>Ehux_361541                                                                    
MFGIGMKERDAAEVTVPHIDLASFTALIDYLCTDELDLGEEEGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATA
VPLLEAAHTMGDGRLLAQCRRFVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGTVAKLKGTVAARDVELEKV
RAEVAERA*                                                                       
>Ehux_361563                                                                    
DLAKTRGDATLPQGMVTFLVGDDEERVEHVTKAVLCARSPVFRTMFGIGMKERDAAEVTVPHIDPASFTALIDYLLSDKF
DLGEEEGNRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTLGDGRLLAQCRRFVADHAAEVRASGG
VEQLRDFGVAKGLLGDALDQVAELKGAMHALRVAES*                                           
>Ehux_224182                                                                    
MIRLYNTDSGGNKLRLVEVDTGELTSLAGSGEAGDADGVRGAAQFHNPTGVAISPDGSALFVADNRSHKIRRVEVATGAV
ATLAGSGDADDADGVGDAAHFSYPSAVAISPDGGALFVTDSGNHKIRRVEVATGSVTTVAGNGDEGDADGVGDAAHFCNP
IGIAISLDGSALFVADNENHKIRRVEVATGAVTTLAGSGEGGNADGVGDAATFDQPVEVAISADGSTLLVSSVGDLRQRL
EHVSKSLLCARSVFFRTMFGIGMKERDTAEVTVPHTDLASFTALVRYLLTDQLDLGEEEGRAQRALDLRELAQMYQVPRL
ELLCAQALQESVGPATAVPLLEAAHTMGDGRLLAQCRRYVADHAAEVRASGGVLRDFGVAKGLLGDALDQVAELKETVAE
LKGAVATREAEICVNAAVEPLRRLTLDGCAGPGRGWEASSHVTYVIVLSYVCGT*                         
>Ehux_361588                                                                    
MAKTWGDASLPEGKVTFLVGDDEERIEYVTKANLCARSPVFRTMFGIGMKERDAAEVTVPHTDLASFTALVRYLLTDQFD
LGEEEGRAQRALDLRQLAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTLGDGRLLAQCRRFVADHAAEVRASGGVE
QLRDFGVAKGLLGDALDQVAELKGA                                                       
>Ehux_224247                                                                    
MAAHRMSARLSGLSPEQLLAFIDEQAPLWSDAAVRVAEEHARLVEQPEWILSEVLLSPDLAPHILAQLPTKEHAVKGTCR
AWRRGWKQTLRARTGGGEVDEEPVPVADGFDARIFGARVVGQVSTLTLEGEDGPLSLGPVGVASDHAGAWYVATKDSLLH
VSTAGRVRRVAALPASDDYYYTAAASPDGSAVFVADFSGHEIRRVEVATGEVTTIAGSGTRGSTDGVGDAAEFNNPCGIA
ISSDASALFVADHENHKIRRVETIAGSGASGSTDGVGDAAQFYNPHNVAISPDGGALFGMVTFLVGDDEERVEHVTKANL
CARSPVFRTMFGIGMKERDAAEVTVAHTDPASFTALIDYLLSDKFDLGEEAGGRAQRALDLRELAQMYQVPRLELLCAQA
LQESVAPATAVPLLEAAHTMGDGRLLAQCRCFVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGAVAARDAEL
EKVRADNEELTAALASQF*                                                             
>Ehux_362066                                                                    
MFGIGMRERDAAEVTVAHTDLASFTALVRYLLTDQFDLGEEEGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATA
VPLLEAAHTMGDGRLRAQCRRFVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGTVAVLKVTVAARDVELEKV
RAEVAERA*                                                                       
>Ehux_313262                                                                    
MKKTWGDASLPQGMVTFLVGDDEERVEHVSKCVLCARSVVFRTMFGIGMKERDAAEVTVSDTNLASFTAFIEYLCADELN
LGEGEQARRALELRELAQMYQVPRLELLCAQALQESVGPATAVPLLEAAHMTGDGRLLAQCRRYVADHAAEVRASGGVEQ
LSDLGVAKGLLGDALDQVSELQGAMRALGAVR*                                               
>Ehux_225462                                                                    
MAVALRTRRTEAMHDSGMFFVNEAIERQSEYVLACLDDQELLKATSQWMFEADIFRAAMGPELCVYRARADAAAASSAPL
VALKTSHDVDNPQLQAEAAMWRAGELCDLTVTVDGSAFAVHKLKLAAASDYFRALLPGDRFADSAEHQLKDMKASVFEGV
LSFIYEGSCNVPEELLVPLLEAASRLQVAPLAEALTAALKERISVANALSTWIFADRASLPELAATARQHTLKHFADVAA
TDDFVQLSHEMLSALLASDEVEADEAAVFTALVRWLRAQAPAVREESTVAALLEHVRFSTMSADFLTEHVETEPLMNTAA
AFKVLAQAMKEKSFGAATPRTTPRTGGPLNPKWVLEGHDAANVSAAGETMTTQKGLVRVDTLIASGTYEVVFKLTEDGAD
LSAAVSGFGIVRDNCDRLESNSNGMPNVWWLRRFHRMVYSENHKEGLTPRGYEFPIGAEARMLVDMAAGQVTFFIDGVEV
PHKAKGITGPVYPCALSYGRKVSVSIVSVRRLKL*                                             
>Ehux_362186                                                                    
MWGDATLPEGKVTFIVGDDEERLEKVSKNLLCIRSVFFRTMFGIGMKERDADEVTVPNTDLATFTALIRYLCTDQLDLGE
EEGEQARRAFDLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTTGDGRLLAQCRRYVADNAAEVRASGGVEQL
RDLGVAKGLLGDALDQVAELKGNRTQG*                                                    
>Ehux_226236                                                                    
MTETTYVSPDDLSSGVIAAMCGGMACVAVKSDGSVHAWGAPVPVADGFEAPIFGARVVGQVSTLPLEGEDGLVGVASEHA
GAWYVATMDSLLHVSAAGRVRRVAALPASEVFYTVAASPDGSAVFVADDTNEIRRVEVATGAVTTLAGSGNMGDADGVGD
AAQFDGPAGIAISPDGSAAFVADCSNHKIRRLEVATGAVTTLAGGGDVGDADGVGDAAEFDGPSGVALSSDGSALFVADS
CGNKIRRVEVATRAVTTLAGGGEDGGADGVADAAQFRYPAGIAISPDGGALYVADYENHKIRRVEVATGEVTTVAGSGTR
GREDGVGDAAQLDGPDEVAISSDGSTLLVSSSGGLREVCVAAPPPPPSFAPIVVPPSTLGADLATTRGDASLPEGKVTFL



VGDDLERIEYVTKAVLCARSPVFRTMFGIGMKERDAAEVTVRNTDLASFTALIDYLLSDKFDLGEAEGGRAQRALDLREL
AQMYQVPRLELLCAQALQESVAPASAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGVEQLRDFGVAKGLLGDALD
QVAELKGAVAARDAELGKVRAEVAERA*                                                    
>Ehux_362471                                                                    
MKKMRGDASLPHGPVTFVVGKEEQRIEHVSKNLLCVRSEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLD
LGEGEGEQARRALVLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKMGAMKKMRGDASLPHGPVTFVVGKEEQRIEHVSKNLLCVRSEYYGKMFGIGMKERD
AAEITVPKTDLASFTAFIDYLCTDQLDLGEGEGEQARRALVLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHT
TGDGRLLAQCRRFVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKMGAARTAAGQRAAPA*             
>Ehux_362661                                                                    
MFGIGMKERDAADVTVAHTDLASFTALIDYLCTDELDLGEEEGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATA
VPLLEAAHTMGDGRLLAQCRRFVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGTVAKLKGTVAARDVELEKV
RAEVAERA*                                                                       
>Ehux_110702                                                                    
MVLDLGGFADGFETSASPLCWRDPPESSLSDWTVHVAAPELPPATYHVHRAMLATGLRRSEYFSRLFTGAGASGLAESAR
RGSSVELQPSAARAFPAFLDFVYKGDLPIDNTSAIALLHLANYFLNRALFDRVTEYVQGVLEGDAADQAAPLYLGEADRF
GLDKAANACVAVCAKHLLGRKPGYCAELAPPVYLRVVSATACATRQHSLALSQHVSAYCNAHSESVDLVLLESLTARLTS
VAADSALDLLGHAVSRHGAEALQSACARAIGEEWEDALLPSVAASLDAPGDQGAEWAPLRGRTSYPPGLQLGLLSHALVH
AGRNLEQTRAQLALREKRIEELEATLSKIKLSSNYLTANCRECGQPARRENRELRIIIANM*                  
>Ehux_363154                                                                    
LKKTRGDPTLPTGLVTFLVGDDEERIEHVSKNLLCVRSEYYGKMLGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLD
LGEGEGEQARRALVLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKGT                                                      
>Ehux_228056                                                                    
MTRRFNVGDYGGGDEPAAKGASLSWRDDPDETLSDWRIEVNVPDAARNSKTYHVHKVVIAGGPRKSDYFVRQCRGNGASR
LAEAARGESKLDLDAEAAEAMPAFLDYVYTGELQATKENACALFHLAEYTANPSLHAEVKLYLEESLDYTCAPTYIAHAH
LFSQDKLIDAAVEAAAEQLQLYADHVFLPGDHRFDPATADNFSGCPELHDLFALHHTLFARVVTSDHRPEADHGGYYHGG
GYYHQRHGGAGVSWCVVRLVADYCTRRADDIDASFLEAVVDESFLDNLGSDVAMPLLEAAMKHPGSDASTKLRDRCIQKA
GEDWKKTLLPLAQKEKRRREEQAAAEEAAAARSRKKKAAKRTAPPAASSSETVPAMPLGPGLPADMQLKLLGNMLLHQGG
EDPFD*                                                                          
>Ehux_111164                                                                    
MPWGSFLPVSVRVCVSAPPPPPTFAPIVVPPSTLVADLGKTCGDASLPEGKVTFIVGDDEERLESVSKNVLRIRSVFFRT
MFGIGMKERDAAEVTVSNTDLATFTALVRYLCTDQLDLGEEEGGRAQRALDLRELAQMYQVRRLELLCAQALQESVGPAT
AVPLLEAAHTLGDGRLLAQCRRYVADNAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKGTVAALKGNRTQG*     
>Ehux_363571                                                                    
MASPSRKRPRSEEEGEPVAVAAGFEAPIFGARAVGQVTTLVLEGEDGPLASLTLRGVASDHAGAWYVATKDSVLHVSAAG
RVRTVATCEGGRFSRVAISPDGSALFVADAGNEKIRRVEVASGAVMTLAGSGEEGDADGVGDAAQFCSPVGLAISPDGSA
LFVADNDNHKIRRVEVATGAVTTLAGSGEEGDADGVGGAAQFCNPNGLTISPDGSALLVADFCNNKIRRVEVATGAVTTL
AGSGEEGDADGVGDAAQFNGPHGLAISPDGSALFVADCENNKIRRVEVATGAVTTLAGSGEEGGADGVGGAAQFEYPVAL
AISADGTTLLVRMEGSALRQVCVAAPPPPPSFAPLVVPPSTFSADMANTWGDATLPEGKVTFLVGDDKERVEHVSKNVLC
VRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLDLGEGEGEQARRALVLRQLAHKYQVPRLELLCAQAL
QERVAPASAVPLLEAAHTMGDGRLLAQCRRFVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELQKGAPLRSHS* 
>Ehux_467644                                                                    
MTAPAPHRRRAQAFCAQALLLLLLHRSLPVKSLTEGSIGVSEVGSIGEVESCTGALNPIGLVLDFSTDDISGDTNLLGGF
PGQVSTDFTDAANCTGKLPWGTPAPEGGCPCGCGCQCNNPDPAAVEQGGAMLRLRKVGRLYDGTGAAATILDLMVKNTTY
YMPWASDQTGRGTNQTFAQVSLAADQNATFLYRLIANDYACPTGADCDPPAVEVPYSRALAAYDFCFFDFDTGPQSNPSD
PNLGETFTTCGIDTSTSYGGYFMHGRKPNSENPVTKFLCDEIDTTDYMDVTEGAIDGGTDCVRVVAKKEGVGSDNPRLFS
EVLMNFPSCDDGDCAGLCASYDTCPNFTCDQLEIDDDGTTSCGDAADGTVTSGFERSPGVVPDILTCSSKEETIPGAGVY
PSSSGVADRLVWRPYRYTMPKFVCVTYPKNTGEFNVTYKVGKLFQGDSTEAHVLDLVIRNTTEYMPWSSAQNGRSDGDTF
AQISLAASQSLAMRFAFEDSVTGKETQIPYPYDMCFFDMDTGTTIDGVEVLAETLHACGVSSFFHQGKKPADRLGLPARV
ADYICNSTDIAVEDYMEINSTDSCVTVRALAKGIGKDNPRSWSDVLLLDGDISAGPWEASGRCADYNLCPPSGVSGEARG
PGVPGPIQDIITCEPGSTDGSDEAGVYPSTTTPGGNSILARLVGKPYRYTMPKFICLTYPAGTSNFTVTFTVGNNPPSPA
GYGRNMLFAGTGNAECIFDEAPPSQGTLCEPPRPTFVCDALDEKQLTTSLPFKVQVRVLDEKAEAMSSFQGDIMLLAISR
RTCLAEGFERKALGRWQPASSPLHHESQYSHGFDSEVAAPGSSHSLYLSGGNDANFGMTLKLPATALEAEPPEHSPAAGG
GPGESEYEDAAALNGKFQPDAVSFYVRTDNSLADAGHFILGESNEVNRRVAQFQFTRDGKMGLLGTGGTTHGATPYESNR
WYHVMLCFDWKRKTVAFSVDGKLLQRSVPFRREASNFIGACALGNRDRCTTWFDSIRFVQETTLNRVAVSIVDGVAETWL
GPLGEDEEGRSLAARDGFVLRAEDADGQVSELAGPYHPLCRIEGAQRVAINNAALADFNTLLADDASADVTFVVGGRDVP
AHRCILAARCETFRRMFNSSMREGSREEGQRVPIAEVSHAAFSCMLQYIYSGAVAVPEELALELLGLADRYLLEGLKLLC
GFTLTRMVSADTVAPILQAADRYDSPSSQLKAHCMQFVLSNYEAVVNSPSFEELTSSPQLLLAVTRAAAKVVAPSGSSRQ
ISWDSDGAPGSKRARHA*                                                              
>Ehux_364410                                                                    
MAKTWGDASLPQGMVTFLVGDDEERIEHVSKCNLCARSPVFRTMFGIGMKERDAAEVTVRNTDLASFTALVRYLLTDQFD



LGEEEGGRAQRALDLRELAQMYQVPRLELLCAQALQESVGPATAVPLLEAAHTMGDGRLLAQCRRYVADHAAEVRASGGV
EQLRDFGVAKGLLGDALDQVAELKMAKTWGDASLPQGMVTFLVGDDEERIEHVSKCNLCARSPVFRTMFGIGMKERDAAE
VTVRNTDLASFTALVRYLLTDQFDLGEEEGGRAQRALDLRELAQMYQVPRLELLCAQALQESVGPATAVPLLEAAHTMGD
GRLLAQCRRYVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGTES*                           
>Ehux_231698                                                                    
MIPLAPCDAGFTPTCEQAKGFGLCDATSSACDTTCVDEVKKACPVTCSLAPEETSGHELWTTGAAPPDYDQPAPAERDAA
EITVPKTDLASFTAFIDYLCTDQLDLGEGEGEQARRALVLRELAQMYQVPRLERLCAQALQESVGPASAVPLLEAAHTTG
DGRLLAQCRRYVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKMGAARTAAGQRAAP*                
>Ehux_231699                                                                    
MSRYPKTIKKSRLVFSDDASHDGGRLLGVFGGAVQPLLRAEGDAIVHSCRLLHAVSAMTGHGRHAEEGEAVPVAGGFEAP
IFGARVVGQVTTLALEGEAGPLASLLRAVASDRAGGWYVSTKEGSLLHVSAAGRIRTVATCEDCRDIALSPDGSALFVAD
CDNHKIRRVEVATGTVSTLAGSGGEGDADGMADAAQFQDLYGVTSPDGSVLFVADFCKIRRVEVATGAVTALAGSGEGGD
ADGVGDAAQFNDIFGVTISPDGSALFVADFGNRKIRRVEVATGAVTTVAGSGAQGSADGVGGAAQFSRPATVAVSPDGSA
LFVADYSNRKIRRVEVATGVVTTLAGSGAGGSSDGVGREAQFDNPVCVAAPPPPPSFAPLVVAPSTFFADMKKMRGDPAL
PTGLVTFLLGDDEERIEHVSKNLLCVRSETEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLDLGEGEGEQ
ARRALVLRELAQMYQVPRLERLCSATRSTRSECYGKMFGIGMHWVWRRGPPEVLATSYNHR*                  
>Ehux_456343                                                                    
MESSRMPPAGRKRKRGREISAGESGAGCSAPLVDPARVRREPHGAADMLAKMWEDEELKDCCLVVQEEGCEPTELWAHRA
VLVAASRPFRAMLAGSHRERGANRLVLQEVSAAPLAELLRFVYGQEVQLTAENALPLYRTADLYEVLELATLCCAFLKRS
AGVGNCVALLAASDTAHCKPVALHCIDLLKRHFGQVAERASFVSLPGQLLLEVLQADDLSAPSEELVLSAVLSWLDADPQ
GRLGMLPQLGAEIRWPFVPPARLARLEVERSELLDAFPGLACLLREAYRFQALQASNATGELRALLSPRTTRRRSQLCDF
KRLRFHAAIGSKGNASGDFQLPGIFNSGDLNCLRRLELPLGDFNCPEGVALSSDGEPAAAADLRPRCELVVVADSLNHRV
QLFSRDGTFLHAFGRKGRSAGEFDMPGGVAVGTGNGRVQLFERDGTFVRTVSRDGSEPGCLKEPTGVAVTRSGLIVVADY
QNHRVQLFDIAGRLAPPLRPSQAARNLVRAFGRRGSGDGEFCHPSGLAITRSGEIIVADYQNDRIQFFNEDGQFLRCLGS
HGAKAGSFDRPFDVAVSPVEGHILVTDYENHRVQVFTEGGAFVHEFGRHGDGEGMFDSPGGIAVSSDGLVCVTDCGNGRF
QMFDCNPDGRVASGRAGCSSSKPAEPN*                                                    
>Ehux_365135                                                                    
TRGDPTLPTGLVTFLVGDDEERIEHVSKNLLCVRSEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLDLGE
GEGEQARRALVLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGVEQL
RDLGVAKGLLGDALDQVAELKGTVGLVTFLVGDDEERIEHVSK                                     
>Ehux_232263                                                                    
MCRARTGGGEEDEEPVPVADGFEASIFGARVVGQVSTLALEGEDGPLASLSRVGIASDHAGAWYVATKDSLLHSAAGRVR
RVAALPASDEFYTIAASPDGSAVFVADCDCSNHKILRVAVATGAVTTLAGSRTTGSADGVGDAAQFCNPNGIAISPDGGA
LFVADCNNHKIRRVEVATGEVTTGMVTFLVGDDKERIEHVSKNVLCARSPVFRTMFGIGMKERDAAEITAPKTDLVSFTA
LIDYLLSDKFDLGEEEGGRAQRALNLREPAQMYQFYRAPPLLGVQRRALQFL*                           
>Ehux_365474                                                                    
HVSKNNLCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLDLGEGEGEQARRALDLRQLAHKYQVPRL
ELLCAQALQESVGPATAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELQKGH
VSKNNLCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLDLGEGEGEQARRALDLRQLAHKYQVPRLE
LLCAQALQESVGPATAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELQKGRT
AAA*                                                                            
>Ehux_365476                                                                    
MGKMWGDDALPQGMVTFLVGDDEERVEHVTKAALCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLD
LGEGEGEQARRALDLRQLAQKYQVPRLELLCAQALQESVGPASAVPLLEAAQTTGDGRLLAQCRRYVADHAAEVRASGGV
EQLRNMGVAKGLLGDALDQVAELRGAVAA                                                   
>Ehux_365532                                                                    
MVTFIVGDDEERYEHVSKSLLCIRSVFFRTMFGIGMKERDAAEVTVRNTDLATFTALVRYLCTDQLDLGDEEGGRAQRAL
DLRQLAQMYQVPRLELLCAQALQESVLPASAVALLEAAHTMGDGRLLAQCRRYVADNAAEVRASGGVEQLRHLGVAKGLL
GDALDQVAELKGAVAAREADLKKVRA*                                                     
>Ehux_365724                                                                    
MKKTRGDASLPEGKVTFLVGDDEERIEHVSKCVLCVRSVFFRTMFGIGMKERDAAEVTVLETDLATFTALIDYLCTDQLD
LGEGEGEQARRALVLRQLAQKYQVPRLELLCAQALQESVAPATAVPLLEAAHATGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKGAMRALRVAKD*                                            
>Ehux_365774                                                                    
MKERDAAEVTVRETDLTTFTALVRYLCTDQLDLGEEEGGRAQRALDLRQLAQMYQVPRLELLCAQALQESVAPATAVPLL
EAAHATGDGRLLAQCRRYVADNAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGA                      
>Ehux_365786                                                                    
MKKMRGNASLPTGLVTFIVGDDEERIEHVSKNLLCVRSEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLD
LGELEGEQARRALVLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKMGAARTAAGQRAAPA*                                        
>Ehux_365941                                                                    
SKIRRVEVATGEVTTLAGSGEEGDADGVGDAAEFCHPYGVAISPDGCALFVADQCNDKIRRVEVATGEVTTVAGSGTRGS



ADGVGDAAEFEGPAGIASSPDGSTLLVASDDGLRQVCVAAPPPPPSFAPIVVPPSTLGADFAKTRGDASLPEGKVTFLVG
DDEERIEHVSKNNLCARSPVFRTMFGIGMKERDAAEVTVSHTDLVSFTALIDYLLSDKFDLGEEEGRAQRALDLRELAQM
YQVPRLELLCAQALQESVAPATAVPLLEAAHTMSDGRLLAQCRRFVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVA
ELKGTVAALNGTQG*                                                                 
>Ehux_366377                                                                    
MFGTGMKERDAAEVTVSNTDLASFTALVRYLLTDQFDLGEEQGGRAQRALDLRELVQMYQVPRLELLCAQALQESVAPAT
AVPLLEAAHTLGDGRLLAQCRRFVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGTVAARDVELEKIRAEVAE
RA*                                                                             
>Ehux_366395                                                                    
LKKTRGDASLPDGKVTFIVGDDEERIEHVSKNLLCVRSEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLD
LGEGEGEQARRALVLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKMGAARTAAGQRAAP*                                         
>Ehux_366483                                                                    
MKKTRGDASLPEGKVTFLVGDDEERIEHVSKCVLCVRSVFFRTMFGIGMKERDAAEVTVLETDLATFTALIDYLCTDQLD
LGEGEGEQARRALVLRQLAQKYQVPRLELLCAQALQESVAPATAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKGAM                                                     
>Ehux_114540                                                                    
MPGAPRPTEQKRPPSSSALAKSTVTYASNVAKHEFVWEVQGLSWLEQQLTQEGRECTNSNIFQVDPTDGYSTYMLVFSPR
GGSLEHEADDDYQVFDSIPRGTLALIRRADDYGTNLCYRFFVRDASLEFQPLGEATRVAVPAREGYEPACFVGGPDLHSD
SKGLFGLSFDELLGSEWVKDDSICFKVCIEEAVMKEHPSGGQIRVGKTDVVYEHKPPSVEVPPPTLQADFLSLLTEGRHS
DVTIEAAYGEAAPVAFSAHTIILSQRSDVFAAAFSHEMRESSTRTLTVTDVPPPALKALLHFLYTDDFDEVQKVLREEGS
SEASSSSSGAAASGGASSGAAEQSIAQLQAVLAAAHKYGVLRLLRWAEGQLCDKLSCEMACSLLSLAHVYGATELERNCL
AFMKANMANVVKRADFAALAPEALVKFNMHCAGVDPAEEEPGRKRKRDDE*                             
>Ehux_315403                                                                    
MWGDATLPHGPVTFLVGDDEERIESVSKNLLCVRSEQFRTMFGIGMKERDAAEVTVLETDLATFTALIRYLLTDQLDLGE
EEGGRAQRALDLRQLAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHMTGDGRLLAQCRRYVADNAAEVRASGGVEQL
RDLGVAKGLLGDALDQVAELKGAVARAEVAERV*                                              
>Ehux_115974                                                                    
MSWSPPAHVLDDDPTISPPPPPPPPSSALAPALSSGLAEVWANGSFSDCRLVPRSGEEFAAHRLVLSARSEHFRELLAPT
ASAVTAAAIRLSVDAERPLVEAALRHVYLEAPPPDGLSHEELLALRGLLIMNGGCDGVSPALLHASADPGAAPLVELLLS
RGVEPLRASKALLAAGASPNTADFTSGQIAIAERQTPLHRLSDHGGGAAAAETLAALLDAGAHINDGRGHTPLHLAAWRG
HFGLARSLVAAGASPNVASTPPGVRAFAAPVPDPSSTRANPFDANAGPNPFAADAASPVTEALAERAVVVTPPRAQGLAA
AWSSPDPDTPLINPFDDDFGPPPGGVAEPEGGTNGNGNPFG*                                      
>Ehux_238895                                                                    
MASKRPRPAEPDRAAGERPTVTLNGGEPCPAGQVNLWRAGKLCDATVHADGRAFQVHRAVLAGASEFMTALFTSGMRDSD
EPTISEVAGDVFSALLEWIYCGECRVEVALLGGMLDASSRLQLPSLQNATVEALVQGIGTSNAAQYWECGDAHNIPRLVE
AAKAAALQSFGEFSTGVAFDALPVGRVCELLKSDDLMADSEEVVFRAAARWAAANSSASEEEVEAVYSLVKYSLLPAAFL
SSVVEQDPPLATHPRGGWIVARSLKAHIDQAPSPRDPGLPTGWWAEERTASSGRVYKVYYGPNGEYAESGRISRNGSVIL
MQQDALKPASKGRPQR*                                                               
>Ehux_367892                                                                    
LGKLWGDETLPQGMVTFLVGDDEERVEHVTKAVICVRSVVFRTMFGIGMKERDAAEVTLRKTDLATFTALVRYLLTDQLD
LGEEEGGRAQRALDLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHATGDGRLLAQCRRYVADNAAEVRASGSV
EQLRHLGVAKGLLGDALDQVAELKGTVAALKGGLTQG*                                          
>Ehux_239268                                                                    
MSMRSSCFCGTARRHTPSHQPALAPIFGARVYGQVATLALEGEDSPLGSVGVASDHAGAWYVSTKDSLLHVSAAGRVRRV
AALPAALLPANSIAASPDGSAAFVADYDNNAIRRVEVATGAVTTLAGSGIKGSADGVGDAAEFDEPAGIAISPGGGALFV
ADFHSHKIRRVEVATGAVTTLVGSGEAGDADGVGDAAEFCNPTGIAISPDGGALFVADSDSSKIRRVEVATGEVTTLAGS
GEEGDADGVGDAAEFCHPYGVAISPDGCALFVADQCNDKIRRVEVSTGEVTTVAGSGTRGSADGVGDAAEFEGPAGIASS
PDGSTLLVASDDGLRQVCVAAPPPPPSFAPIVVPPSTLGADFAKTRGDASLPEGKVTFLVGDDEERIEHVSKNNLCARSP
VFRTMFGIGMKERDAAEVTVSHTDLVSFTALIDYLLSDKFDLGEEEGRAQRALDLRELAQMYQVPRLELLCAQALQESVA
PATAVPLLEAAHTMSDGRLLAQCRRFVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKGTVAALNGTQG*    
>Ehux_444112                                                                    
MCVYMASAARKRARTGGGGEDGDAPVPVADGFEAPIFGARVVGQVTTLTLEGEDGPLASLGPVGVASDHAGAWYVSTKDS
LLHVSAAGRVRRVAALPASGVFYTVAASPNGSALFVADFTRNKIRRVEVATGAVTTLAGSGQVGGADGVGDAAEFCSPLG
LAISPNGSALFVADFHNHKIRRVEVATGEVTTIAGSGDEGDADGVGDAAEFYFPHGISISPDGSALFVADSSNHKIRRVE
VATGAVTTLAGSGEEGGADGVGDAAQFYNPSGVAISPDGGALFVANYGNDKIRRVEVATGEVTTLAGSGTSGSVDGVGDA
AELNGPVEVDISPDGSTLLVASDGGLRQVCVAAPPPPPSFAPIVVPPSTILADLAKTRGDATLPQGMVTFLVGDDEERIE
HVSKNNLCARSPVFRTMFGIGMKERDAAEVTVAHTGLASFTALVDYLLSDQFDLGEEEGRAQRALDLRELAQMYQVPRLE
LLCAQALQESVAPATAVPLLEAAHTMGDGRLLAQCRRFVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGAMH
ALRVAES*                                                                        
>Ehux_458337                                                                    
MLDTVNMTLTYPQVLQDAEGRSTTPDDREGHTASVVDQQIYIFGGTWEDEKTGVNAYLDDLHVFDVASYSWMKPAYTGSP



PEGREGHSAAVIGRLIFIFGGTRGTWVQEAERTPHRELEDEGESAHGQLPSQREGHSACVVGCATGGVWWGPFTAGDSFL
ERRYHTASVVEGRLLVFGGQYYDYGKDLHFECSNAVCEIDLEQLAWRIHPPSSPSPLKRACHAAGVVGKCVYVVGGRYWD
EQEDDYIFLNDVLDTRPSSSLASDWRRYFNSELLSDVCLLVGDMRIPAHRVVLAARCDFFARMFASGMREATEEELPIVD
VSPPVFQLLLEHLYTDSSAVPEESALELFAAADRFGVERLRALCSDRIEGMLSAANVCDVLTVADQHNGAELVEAAVSHI
VENFGEIHCSPPFRELSRPLLDVVHAAIAPRLVLAAPPAGLAAEAGGSRQSARRHST*                      
>Ehux_368882                                                                    
MAKTWGDATLPEGKVTFLVGDSRERIEYVTKANLCARSVVFRTMFGIGMKERDAAEVTVSHTDLASFTALVRYLLTDQLD
LGEEEGGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTMSDGRLLAQCRRFVADHAAEVRASGGV
EQLRDFGVAKGLLGDALDQVAELKGT                                                      
>Ehux_424715                                                                    
MLSGGSASFADSQSAALELPELCATCFEAALEYVYTGSCSIDEAGLQTLLEVAGRLQLASLQGVVAEALEARLSVSNCVE
TWSFASDAALVRLEAAATAFVLKHFAEVSLGASLSPEMMGVLLRSEDIEASEEAVFSALVRWLRAQPESAREEGAVAALL
EHVRFAAMDQKFVRETVEQEPLMKNVPALTVLAQALREGLSKEGTARSLPRLSQGGEWVIEAPGAIAAVDGKTLTFRSRQ
DDDDDDDDERIRDGLVRLSVPLAAGRYEVRFKLLEDEVQGDEASCGFGLIKEGASEALEFQPRPNGFGVQNLWWLRRFER
TVYSERETSGQFEDEADDQPYRQFPIPSDVRIVVDMDAGEATFYVNEVEIPHKATGITGPVFPCAMAYGISANVVVSFAG
VQRL*                                                                           
>Ehux_241795                                                                    
MLGTEPACQAGFRVGVMASRKRARTAGEGEEEGEAVPVAGGFEAPIFGARVVGQVTTLALEGEDGPPQKLYAVASDRAGG
WYVTTGALVLHVSAAGRTRTVATCEDCRGIDLSPNGSALFVADYGNNKIYWVEVATGAVSTLAGSGERGDADGVGDAAQF
NGPYGVTISPDGSALFVADWGSHKIRRVEVATGAVTTVAGRGTAGRADGVGGAAEFHSPVGIAISPEGSALFVADHSNHK
IRRVEVATGAVSTLAGSGIAGSVDGVEDAAQIHKPRGIAVSPDGSALFVADFGNHKIRRVEVATGAVTTVAGSGAKGRAD
GVGDAAQFNAPLGVALSPDGSTLLVRSGAASLRQVCVAAPPPPPSFAPIVVPPSTFFADMKKTRGDASLPHGPVTFIVGR
EAQRIEHVSKNLLCVRSEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLDLGEGEGEQARRALVLRELAQM
YQVPRLELLCAQALQESVGPASAVPLLEAAHMTGDGRLLAQCRRYVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVA
ELKMGAARTAAGQRAAP*                                                              
>Ehux_117587                                                                    
MPGAPRPTEQKRPPSSSALAKSTVTYASNVAKHEFVWEVQGLSWLEQQLTQEGRECTNSNIFQVDPTDGYSTYMLVFSPR
GGSLEHEADDDYQVFDSIPRGTLALIRRADDYGTNLCYRFFVRDASLEFQPLGEATRVAVPAREGYEPACFVGGPDLHSD
SKGLFGLSFDELLGSEWVKDDSICFKVCIEEAVMKEHPSGGQIRVGKTDVVYEHKPPSVEVPPPTLQADFLSLLTEGRHS
DVTIEAAFGEAAPVAFSAHTIILSQRSDVFAAAFSHEMRESSTRTLTVTDVPPPALKALLHFLYTDDFDEVLKVLREEGS
SEASSSSSGAAASGGASSGAAEQSIAQLQAVLAAAHKYGVLRLLRWAEGQLCDKLSCEMACSLLSLAHVYGATELERNCL
AFMKANMANVVKRADFAALAPEALVKFNMHCAGVDPAEEEPGRKRKRDDE*                             
>Ehux_242292                                                                    
MFGIGMKERDAAEVTVRNTDLATFTALVRYLLTDQLDLGEEEGGRAQRALDLRQLAQMYQVPRLELLCAQALQESVGPAS
AGGEILARSAMQGGRTVLAECVPPRRDALRDSADGTRLEGRLSRRHGWQPWREARLRKDQDSSTGKLLADTRAPSS*   
>Ehux_369229                                                                    
GIGMKERDAAEVTVSHTDLASFTALVRYLLTDNFDLGEEEGGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATAV
PLLEAAHATGDGRLLAQCRRFVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKG                    
>Ehux_117715                                                                    
MLSQSVLSLQVDELNGPALQLYRGLGYEVVGRERASTTPSRYRLVSKLLLGGVRERTLLVLQKPRPPAAAEAAEPEARPE
SSPISPMAAAARKRARTGGGGEEDEEPVPVAGGFEAPIFGARVYGQVTTLTLEGEDGPLSLGPVGVASDHAGAWYVATKD
SLLHVSAAGRVRRVAALPASNVFNSIAVSPDRSAAFVADYSNHKIRRVEVATGEVTTLAGSGGEGEADGVGDAAEFCGPT
AITINPGGGALFVADQDNHKIRRVEVTTGEVTSIAGSGEPGDADGVGDAAEFCGPRGLAISPDGGALFVADQGNDKIRRV
EVTTGEVTTVAGSVNEDEGGNADGVGDAAQIDGPSGIAISPDGGALFVADLGNNKIRRVEVATGAVTTIAGSGNEGSTDG
VGDAAEFNEPLEIAISAGGSTLLVRTKFTVGSRGGLRQVCLVAPTPPPSFAPIVVPPSTFSADMAKTWGDASLPQGMVTF
LVGDDEERIEHVSKCNLCARSVVFRTMFGIGMKERDAAEVTVSHTDLASFTALVRYLLTDNFDLGEEEGGRAQRALDLRE
LAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGVEQLRDLGVAKGLLGDAL
DQVAELKGAMRALRVAES*                                                             
>Ehux_369243                                                                    
MWGDATFPQGMVTFLVGDDQQRLESVTKAILCIRSVFFRTMFGIGMKERDAGEVTVRNTDLATFTALVRYLCTDQLDLGE
EGGGRAQRALDLRQLAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHATGDGRLLAQCRRYVADNAAEVRASGGVEQL
RDLGVAKGLLGDALDQVAELKGT                                                         
>Ehux_316126                                                                    
MCGDPTLPEGKVTFIVGDDEERYEHVSKCVLCVRSVFFRTMFGIGMKERDAAEVTVRNTDLATFTALVRYLLTDQLDLGE
EGGGRAQRALDLRQLAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTMGDGRLLAQCRRYVADHAAEVRASGGVEQL
RDLGVAKGLLGDALDQVAELKGTVAELELELEKVRM*                                           
>Ehux_369490                                                                    
CGATLLCRPQGMVTFLVGDNEERVEHVSKCALCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLDLG
EGEGEQARRALVLRQLAHKYQVPRLELLCAQALQESVGPASAVPLLEAAHTTGDGRLLAHCRRYVADHAAEVRASGGVEQ
LRDMSVAKGLLGDALDQ                                                               
>Ehux_369504                                                                    
MGKMWGDATLPQGMVTFLVGDDEERVEHVSKCALCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLD



LGEGEGEQARRALVLRQLAHKYQVPRLELLCAQALQESVGPATAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELQKGALRSHS                                                
>Ehux_458743                                                                    
MQASLIEQELEPADAPAPGPSCAEPAGEFGPRWTPVDFVGGSPGSRVFPSAVVSGACVYIFGGHNGTTYRNDLLVLSLET
RSWTVDSEVDGDGRPTPRDAHAAVLLGGRLYVFGGYDSKRYLADFHSYGLDSGEWRVEAASGSPPSPRGGHAAVVHGSRL
IVFGGCDGWNYFNDTLAFDVQSAEWAPVRVAGTAPGARSAPSTAVHEATNALYVFGGYDGARSLNDLFRMDLRTSEWAPV
RTSGVPPSPRGGHTAVVHGDRIYTFGGKSGRSPFNDLCCLDLTSGVWEAVRAGSPAPAPRCAHVSVVHGGSLLIFGGYDG
RHYFSDCFEWSLEADRGAASQALAGDLECMVESGQFSDIWFEVEGKTVPAHKFLLFARCEYFRRMFTSGYAEAAAQTVRI
EGVSHAAFKQVLHYLYSGRPREMNAEAALEVLAAANLYGVEPLKRAAAEIIGRSLTPENAAAVLSAADSYQAPALRAQAT
AFIVRHFAAVVQTDAFAELVSERSRPLLLALLREVGTVVSPAGLAASDGLLGVAGGLPAGGYARRRPDARSPADAVRQLD
ELGIRGIADAE*                                                                    
>Ehux_243667                                                                    
MVATRKRARPAGSCSLDESTLASLNTSRAPLELTGGHAQPARMVQYFREAKLTDVTIIVDGKSYAAHRNVLAAASDYLDK
LFAGPKWADQEQPVKLSQVPGAHTFANILEYIYTGSCMTNESDLISMLEAAHYLQIEPLLRSLQELVARRVDASNCLEAW
KVADTYTLEKLSATAMQEEAPARVDLSNADVLGSGVQRPVPADLLCGWECHFEEIDLHEGPGDSWMKLVYFACIS*    
>Ehux_370068                                                                    
MEKTWGDATLPQGMVTFLVGDDEERIEHVSKNVLCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLD
LGEGEGEQARRALVLRQLAHKYQVPRLELLCSQALQESVGPATAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELKGALRSHSRS*                                              
>Ehux_370561                                                                    
MRGDASLPDGKVTFLVGREEQRIEHVSKNLLCVRSEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLDLGE
GGGEQARRALVLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGVEQL
RDLGVAKGLLGDALDQVAELKMGAARTAAGRRAAPA*                                           
>Ehux_246339                                                                    
MEASRKRARTGGEEGEPVAVAAGFEAPIFGARAVGQVTTLALEGEDGPLASLNLRGVASDHAGAWYVATLVSVLHVSAAE
RVRTVATCEGGGFSGVALSPDGSALFVADAGNNKIRRVEVATGTVTATAGSGEGGDADGVGGAAEFHCPWGVTVSPDGSA
LFVADCDNNKIRRVEVATGAVTTLAGSGEEGDEDGVGGVAHFNGPAGLALSLDGSALFVADFFSHKIRRVEVATGAVTTL
AGSGEEGSADGVGGAAQFRFPHGVTISPDGSALFVADNGNHKIRRVWVATGAVTTLAGSGARGSADGVGGAAQFEYPVAL
AISADSTTLLARMEGSALRQVCVAAPPPPPSFAPLVVPPSTFSADMGKMWGDATLPQGMVTFLVGDNEERVEHVSKCALC
VRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLDLGEGEGEQARRALVLRQLAQKNP            
>Ehux_371011                                                                    
MSDSSRSRRKRSRHNDPDGAGPSRDAAFKVTVSGGHRYPPKLVEQWRQGTLCDCTIVVDPETFSGHRNVLAAASGYFAGL
YSGAGVVMRERNGGPAQLEGMSPEVFGAALEFMYTGECGLPETMLTELLQAASRLQVEDLLRATTQALALKERLQPSNCL
AIWELAERLGLAELQEHARESATRDFEKLQSSPESLFLSLPHARLATLLADMNLNVESEDAAFQAMVAWARHQQPAPSEA
ELEQLLSLIRFPRMTRAFLVDVEPLLLGHPRGAIIYAQSFREVQFCDDTPRAKKRLVRLSASNVKYTDLKAEMAVRICGE
MGEVKQACEQRAPGASEAVEWNEDMVDYFEERHRGAGLRIRKISQELQAAELEHPSGGSDHFWFPFNVLARAARLG*   
>Ehux_246966                                                                    
MVCGAGWSPATEPKKLRPGSSHAEAPQHSVRCAGPAVQLDAKAASKTAASGHEGPNVPLATPPRRPLAPPPNGPCSSATR
AAETRLSPPKQQQQQWQRDLTSRAIGDADGVGDAAEFYNPRGIVTSPDGGALFVADWSNHKIRRVEVATGAVTILAGSGT
RGREDGVGDSAEFYDPTEVALSPDGSTLFVGSYGGLRLVCVAAPPPPPSFAPIVVPRSTLGADFAKTRGDASLPQGMVTF
LVGDDRERIEHVSKNVLCARSPVFRTMFGIGMKERDAAEVTVSHTNLASFTALIDYLLSERAEAAATPPSTERYQMAQMT
KIKIV*                                                                          
>Ehux_371358                                                                    
DLAKTRGDASLPEGKVTFLVGDDEERVEHVSKCNLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVDYLLTDKF
DLGEEEGRAQRALDLRELAQMYQVPRLELLCAQALQEGVAPATAVPLLEAAHTMGDGRLLAQCRRYVADHAAEVRASGGV
EQLRDFGVAKGLLGDALDQVAELKGAMRALRVAES*                                            
>Ehux_371362                                                                    
IRRVEVATGAVTTIAGSGEDGDADGVGDTAEFNNPSGLAISPDGDALFVADNGNRKIRRVEVATGEVTTVAGSGTEGSAD
GMGDAAEFDGPDEVALSPDGSTLLVNCNGGLRQVCVAAPPPPPSFAPIVVPPSTLAADFAKTRGDASLPEGKVAFLVGDD
EERIDDVSKCVICARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVDYLLSDKFDLGEEGGRAQRALDLRELAQMYQ
VPRLELLCAQALQEVVAPATAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGVEQLRDFGVAELKGTVAARDAELE
KVRAEVAERA*                                                                     
>Ehux_371496                                                                    
MGKMWGDATLPEGKVTFLVGDDEERVEHVTKAALCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQLD
LGEEEGEQARRALVLRQLAHKYQVPRLELLCAQALQESVGPATAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDLGVAKGLLGDALDQVAELMGKMWGDATLPEGKVTFLVGDDEERVEHVTKAALCVRSVFFRTMFGIGMKERDAAEV
TVLETDLASFTALVRYLLTDQLDLGEEEGEQARRALVLRQLAHKYQVPRLELLCAQALQESVGPATAVPLLEAAHTTGDG
RLLAQCRRFVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELQKGALRSHS                         
>Ehux_371510                                                                    
MKKMRGDATLPQGMVTFLVGDDRERIEHVSKNVLCIRSPVLRTMFGIGMKERDAAEVTVAHTGLASFTALIDYLCTDELD
LGEEEGGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEVAHTMGDGRLLAQCRRYVADHAAEVRASGGV
EQLRDVGVAKGLLGDALDQVVELKGAMRDEEDAGRRHPPAGHGHLPGRRRSGAHRAREQKRALHSVPGPSDHVWHRHEGA



RRRRGHGGPHRPRQLHRPHRLPLHRRARPRRGGGRQGAARARPAGAGADVPGAAPRAALRAGAAGERRAGDRRAAARGGA
HDGRRAAPRAVPPLRGRPRRRGAGERRRGAAARRGRGQGAARRRARPGGGAEGRDARGGPREGPGGARRGAPCTGSALLR
RRYV                                                                            
>Ehux_371726                                                                    
MANTWGDASLPQGMVTFLVGDDKERIEHVSKCNLCARSPVFRTMFGIGMKERDAAEVTVAHTDLASFTALVRYLLTDQFD
LGEAEGGRAQRALDLRELAQMYRVPRLELLCAQALQESVAPATAVPLLEAAHTMGDGRPLLAQCRRYVADHAAEVRASGG
VEQLRDFGVAKGLLGDALDQVAELKMANTWGDASLPQGMVTFLVGDDKERIEHVSKCNLCARSPVFRTMFGIGMKERDAA
EVTVAHTDLASFTALVRYLLTDQFDLGEAEGGRAQRALDLRELAQMYRVPRLELLCAQALQESVAPATAVPLLEAAHTMG
DGRPLLAQCRRYVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGT                            
>Ehux_371749                                                                    
MWGDATLPQGMVTFIVGDDQQRLESVSKNVLCIRSVFFRTMFGIGMKERDAAEVTVSNTDLATFTALVRYLCTDQLDLGE
EEGGRAQRALDLRELAQMYQVRRLELLCAQALQESVGPATAVPLLEAAHTLGDGRLLAQCRRYVADNAAEVRASGGVEQL
RDLGVAKGLLGDALDQVAELKMWGDATLPQGMVTFIVGDDQQRLESVSKNVLCIRSVFFRTMFGIGMKERDAAEVTVSNT
DLATFTALVRYLCTDQLDLGEEEGGRAQRALDLRELAQMYQVRRLELLCAQALQESVGPATAVPLLEAAHTLGDGRLLAQ
CRRYVADNAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKGTVAALKGNRTQG*                        
>Ehux_248850                                                                    
MAELIALLRGTQLRSTAAANRAAYDDRLRQLEERLQSLKDQAGALAAVAFDADFALVAGDGTKVPARKQDLCAQSRFFKR
MMEHDDSAEARAGEVIAKTGDGVGASAAALRHLMALLYGQQLQTSTESAVLLEICELATLWEFDSILESMSTMLVASAKA
SAKTACEMLVAALRHTEADAHSEVWKRLREASAQGVAEAGRKLLDVSAFADLDLSAICEAMTHVKASTVRLPSLEVDTSS
ERWTAHQAMDGSPTDQDLSWLLGATGAKVKARLGWNGSVMLTGENTGGRAVLAKVSSWVKHPQRPTNERRASGSYRVLGS
DTQGVVLGRNLPDVLSDGKFLCGGDLEVSKYQRQYELFNLWLLASKRVASPLSPVDSLLCLRGCATGCDVDGASVAELQA
MLEQRGLSTSGAKTSLQLRLRDAAYAEVPEGSAAAKATKAFAKLVARHYKGSAVKVKDLDAASTILDNTISWAQLAGRTD
EIIAKVMPLVRWPLVPLVQLKPPLKALMKRCPVVKELVEEAIGLQMKPGSEFSFTPKRHRLMDGSEDTVVPRHKKRKHCH
GDKVQLLDASALVAAMLPSGLRTLVSASHSADKPADSVRSICQDALCALSCFRGFDHPPDYHSDDAFCEEDGIYL*    
>Ehux_371997                                                                    
MAKTWGDASLPEGKVTFLVGDDEERIEHVSKNNLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVRYLLTDKFD
LGEEVGGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTLGDGRLLAQCRRFVADHAAEVRASGGV
EQLRDFGVAKGLLGDALDQVAQLKGAMRALRVAES*                                            
>Ehux_372475                                                                    
MKERDAAEVTVPHIDPASFTALIDYLLCDKFDLGEEEGRAQRALVLRELAQMYQVPRLELLCAQALQESVAPATAVPLLE
AAHTMGDGRLLAQCRRYVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKGAMREADLEKVRAERA*        
>Ehux_372600                                                                    
EWRPPPASAPAPAAARRAGCPCRSRMASRRPSLARAVSSDRSPRWRSRARTALYRSVTEVGIASDHAGAWYVATKDSLLH
VSAAGRVRRVAALPASKVNSIATSPNESAAFVADYSSHKIRRVEVATGAVTMLAGSGNDGAADSVGDAAQFCYPTGIAIS
PDSSALFVTDFGSHKIRRVEVATGEVTTLAGSGESGDADGVGDAAQFCYPTGIAISPDGGALFVADYGNDKIRRVEVATG
EVTTIAGSGTSGSADGVGDAAEFDEPEDVAISADGSTCLRGGASSASLLCPDRHTGRRLPPRGEVTFLCNLCARSPVFRT
MFGIGMKERDAAEVTVAHTDLASFTALVRYLLTDQFDLGEAEGGRAQRALDLRELAQMYRVPRLELLCAQALQESVAPAT
AVPLLEAAHTMGDGRPLLAQCRRYVADHAAEVRASGGVEQLRDFGVAKGLLGDALDQVAELKGT                
>Ehux_372834                                                                    
MAKTWGDASLPQGMVTFLVGDDEERIEHVSKCNLCARSVVFRTMFGIGMKERDAAEVTVSHTDLASFTALVRYLLTDNFD
LGEEEGGRAQRALDLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTMGDGRLLAQCRRFVADHPAEVRASGGV
EQLRDFGVAKGLLGDALDQVAELKGAMRALRVAES*                                            
>Ehux_446827                                                                    
MSVSPSRKRARTESDGGGEEGGEPVAVAAGFEAPIFGARVVGQVTTLALKGEDGPLASLSLRGVAIDHAGGCYVTTKNSV
LHVSAAGRVRTVATCEGGELFGLAISQNSSALFVSDLDAHKIRRVEVATGAVTAIVGSGGNGDADGVGDAAQFGEPRGLT
ISPDGSALFVAACGNHKIRRVEVATGAVTTLAGSGNDGDADGVGGAAEFCCPFGVTVSPDGSALFVSDYGNDKMRRVEVA
TGAVTTLAGGEEGGADGVGGAAHFNGARGLAISPDGSALFVADTFNNKIRRVEVATGAVTTLAGSGASGSADGVGGAAQF
NYPMALAISADGSTLSVCAMGGLRQVCVAAPPPPPSFAPLVVPPSTFSADMANTWGDATLPTGLVTFLVGDDEERIEHVS
KCVLCVRSVFFRTMFGIGMKERDAAEVTVRKTDLATFTALVRYLLTDQLDLGEEEGGRAQRALDLRQLAQMYQVPRLELL
CAQALQESVAPATAVPLLEAAHTMGDGRLLAQCRRFVADHAAEVRASGGVEQLCDLGVAKGLLGDALDQVAELKKGATRA
AAA*                                                                            
>Ehux_251852                                                                    
MTAVNVNSPDEDKIMAAKRRRGSDESSTQSSSAAITLECSTAASAAIREDGLRTAIAAQWREGTLCDVDLLVEGTAFKAH
RMLLAAESPYLSALVTTAMRERAGPIELKELSAASFAAALSFMYTRRCTLGSQDALQPLLHAAHLLRVPPLLAAAEAAVA
ERIDASNCLRALGLAEHLSLAALANTAQKLALQHFGTAAEAEDGAALHTLSAEQLGDIIASDDLAVSDESVVLEAVKGWL
AAQQPAASQATAGALLAHVRFAELSKEQKVALDDEPLLQQHFKIVATAYREKMHGEDTPRARPRSGSFRCCLQYDDLRVG
MMVKVHPDRAFVEEQCRKVVAGATKNCGWAVNMTSTCGSTYRVAELRENSCSARLDIPRVIWHLPYTVLQIVCDA*    
>Ehux_373118                                                                    
MGKMWGDATLPEGKVTFLVGDDEERVEHVTKAALCVRSVFFRTMFGIGMKERDAAEVTVLETDLASFTALVRYLLTDQFD
LGEGEGEQARRALVLRQLAHKYQLPRLELLCAQALQESVGPETAVPLLEAAHTTGDGRLLAQCRRFVADHAAEVRASGGV
EQLRNLGVAKGLLGDALDQVAELKGTVAARDAELERNRTQS*                                      
>Ehux_122601                                                                    



MSRAAPLVAAASPVNPAASPVIPPPAPPPPPPRASPPPPPTALPPAPLSARPEVIQKFRDGDLCDVELQPAYGPAVRAHR
IILVGVSQYFKALFSGTWSGSGSHDLSALSPACLHACLEFAYTGEAEVADEAALSELVEGASYLQMDELLVSASEAYEAR
LSAKNALAVWQLAEAIGRLPRLAEASAWVARVNFGE                                            
>Ehux_373528                                                                    
MRGDASLPHGPVTFLVGNEEERIEHVSKSLLCVRSEYYGKMFGIGMKERDAAEITVPKTDLASFTAFIDYLCTDQLDLGE
GEGEQARRALVLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTMGDGRLLAQCRRYVADHAAEVRASGGVEQL
RDLGVAKGLLGDALDQVAELKMGAMRGDASLPHGPVTFLVGNEEERIEHVSKSLLCVRSEYYGKMFGIGMKERDAAEITV
PKTDLASFTAFIDYLCTDQLDLGEGEGEQARRALVLRELAQMYQVPRLELLCAQALQESVGPASAVPLLEAAHTMGDGRL
LAQCRRYVADHAAEVRASGGVEQLRDLGVAKGLLGDALDQVAELKMGAARTAAGQRAAPA*                   
>Ehux_373642                                                                    
GKVTFLVGDDRERIEHVSKNMLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVDYLLSDKFDLGEEEGRAQRAL
DLRELAQMYQVPRLELLCAQALQESVAPATAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGVEQLRDLGVAKGLL
GDALDQVAELKGT                                                                   
>Ehux_373820                                                                    
MIRRVEVATGAVTTIAGSGERGDADGVGDAAEFNNPSGITMSPDGNALFVADWSNNKIRRVEVATGAVTTLAGSGTEGNA
DGVGDAAQFDGPDEVAISPDGSTLLVSSNGGLRQVCVAAPPPPPSFAPIVVPPSTLGADFATTRGDASLPEGKVTFLVGD
DRERIENVSKNNLCARSPVFRTMFGIGMKERDAAEVTVSHTDLASFTALVDYLLSDKFDLGEEEGRAQRALDLRELAQMY
QVPRLELLCAQALQESVAPATAVPLLEAAHTTGDGRLLAQCRRYVADHAAEVRASGGVEQLRELWRGQGVASGTRFDQVA
ELKKG                                                                           
>Ehux_257922                                                                    
MVATRKRARPAGSCSLDESTLASLNTSRAPLELTGGHAQPARMVQYFREAKLTDVTIIVDGKSYAAHRNVLAAASDYLDK
LFAGPKWADQEQPVKLSQVPGAHTFANILEYIYTGSCMTNESDLISMLEAAHYLQIEPLLRSLQELVARRVDASNCLEAW
KVADTYTLEKLSATAMQMALRSFEQVSTSAGFSGMPLPFVRQLVSDDKLIAQEEQRVFEAAERWGGGCCVRQPTQ*    
>Ehux_258654                                                                    
MSRADDERPPKRRRVLSDAEDEPTRELQRDPLDIRGSLLELHQNMPSFSDVCVVVEGSKSSQEFACIGAVLASASRPLAA
MLYGESSRMVTPSAGSSRPRLVLRGTEPWCFDLLLRYVHGLQVALDVDMALTLYHAADYYEVLPLRDGCCAFLLDA    
>Ehux_374581                                                                    
VTFIVGDDAERIESVSKNLLCIRSVFFRTMFGIGMKERDAAEVTVRNTDLATFTALIRYLCTDQLDLGEEEGGRAQRALD
LRQLTQMYQVPRLELLCAQALQESVGPASAVPLLEAAHATGDGRLLAQCRRYVADNAAEVRASGGVEQLRDFGVAKGLLG
DALDQVAELKGAMHALRVTGS*                                                          
>Gthe_99531                                                                     
MRRSGGLNISSSASRLADDPRGRSKSPGGLRNWRNAEHEGSRNGSGHFLSPSMPAREQDAAILQSVSGDDVKIRQGKALL
KPSEIRNRTPGKKRQKDWGECPLTFDKIKEPVRAMDGNVYERWAIKKWLEENGNRSPLTNVVIDPTLTPLQDSDEGTVKG
SRFVSSPPRDKDGVKTEINTVLNTVRDVVNVDESLYTDVEPVSGKQDATPTRAPLPRAASASPAPAPAPSPAPAPAPAPA
PAPSATPLLRAESLPSAGPAHTPSGGEGQDDAGNRNKMIAEIMRDTSLTMAEKNAKIQDIRAGKLKPSAPDGAATSEREK
AERVDKSQQPQVISPNEVHIPTTKTSPPGAPKVLSHRKPVQAETEERRGEEKDVKTPASSNPSRGMPKEEVERTALQTDE
GGNGADKVGVGITFGQFHKGSLHRGALYVKHLQDGSSAHESGKIRVGDVLSMVDGKDVYRSSVDLIQSSVLGPVGTSVEL
VFKRHTAGADLGNQEFEDMETIISRLIRRPPAPGQQFGIVEETRKGRKAEEPEAKASPHSSKAAAKPPPPKPRGSDTTVV
HTMERKKVELMQRHSLHAELNQSLEIRSEKPPFTLFGKENSMVTWMLESNHFLDLSIRCSSNELVWAHRVVLAASSPFIR
HALCQDAGSHTEMVLHDCPRKEVEAIVHFLYHGRLLVSNAWELIDLFLVSNSLEFECVQEASEDGLIAMITIATCCELLE
LSSKLGSARVVESCRQHVVNNFEEVSRSSSFLRLDEKTLESFLQSEQLVARGEEVVYEALVRWILRQSEGRDGEPLRGEK
LFRHIRFATMSSSYLQDIARSDLIARSSRLRSYIQEALALKKSGAQAQARPFVGDKDASPAKSDKKDEGNSSMTCDS*  
>Gthe_134570                                                                    
MDFFTRTGSSDKKKKGEKAKSKKGSSKDQGSAEGIASFLQSLGNSISGSVGNGSIRAKSINKNQEASRASTKSKRGAKSK
VARSGIVAKSGINAGNQFSRENVLMEYRSATLGTQLTEALADDTLADVTFIVGPERKVVKGLRIVIAARNKFFKSMLYES
KMEDGSLQATFELPSAHAVSFDLMMKFIHAGGISWEPHQTVQLLEVSIDFQVEELMKKCMELVSESMTDNLSLAELTKLI
QILLRGEGFDVNLQHPKTGTSALHVASREGGVELVIDLLSRGANLNWTDIHGATAMHLARNAEVAQLLINAKADVFAADK
GGNPPLVYSIVHKRKDVAELLLAMNCGEALFRSVQEKNDTISRKLNKGRVTPITEVKTSPTMEALLKVIEQEAELYPLMI
SPPSLIEVARAGSTWGTKSALARDEDVNQRDDREAAKLSLPGYTALHWAAAMGHFGVIQCLLSSDDIEINPTDTEEEDGY
TPLQLCINYRQRQWEACAALMRAHGAKERASFESDEDEDEDEEMEGASMSKTSINRGKTSGSSAPTTAFFSRVFNNRITS
AVSKIVARPSTSASKKWQSSKRQGGSRKVRSSHSSSKNSSRK*                                     
>Gthe_135627                                                                    
MASFRGGQIEVDSDDDRAGEAGEGEEEEEEEEEGEESLLEMRKPEAWMLEHGHFSDVTVTCQNQSYHLHKFVLCRESLRF
QEMLMDPASENDRIQVDYDDDDFELFVHLLYTGENLSGDFDADLVFKKMKKLEVNPTRSWDQPALKYFKTRSIAQIVSSF
ENYLGDDDIGLLPVEAMNEVMRISHGRKPKPPQDFLFCAISSRNIVLQDLKREVNRVNLRQAMSLYPSIGYDQVCDLLIQ
CVKHGADKEIERCIPVLASNLPEVDRGKVLKISKRAMLDTLRHEAISDMEHAYALGKEFLLTSSPEIKPLIDKMDGQGIV
SGDRTKRPRAGTEEWYLFEILEALLSLRKKIKLRKMEAARNLPSFRILLVCAETFEDYREDVDIFLAHLRNPSLEQLLTY
HSVLLWSNADFHDPEALGDVLADAVEGGVGIVVGAYALNDGEGRMCVSGRLLQFMPCHAGRVSGGQELTLRRCEAQLARF
PKCGEMLEGVRSFSGGEESMHQSLEKKVGMDCSVLVAEWSSGAPLVLVSLPEGKRKGKVVVWNCRPGSSDASFYGWRVKT
DGARLMFNMLKFATATHTDSKFVEAD*                                                     
>Gthe_105602                                                                    
MLLAIPRIVLLCSLQVALIVAEHHGAANMLINDARMVHSKRIQSRFGMLYELTKDQKGPGLMGSLGLPCLQRLRGGKRKA



KHSKYDDDSDDVTDMSDSADSLTSSYTSTEYDETEYSDEDQDAKALDERDHNREEGYDDDSSAHEYFDYDHAFGKGKKPL
ALRDTETRDETEAEGQNILTISSEGHVQYLAKGLRELQESSKLIDITIKGQGGVKIAAHQAILAAASPELKKMLENLPAG
TKELDMQSMDGESLTVVFDYIYARKIKVSEEKLPDILGISQKLGISGLKDTCYFHLMKDLKPSNALRMRHLGKTLECHEL
LDAANRFIMHDFVAVSKSQSFNDLTEDALYEIIGSDDLFVESEKVIFDSVIRWVEFNEANRSSSLLRLMGQIRFGLLPLD
TLAKKVAAAPLIHKHLANNPQWQAMLNAAIAYVGSTPEQKQMLESSQTKVRLGSKGRYLVCAGGRKGKNSDALKSALMID
SITGEGFVLDEMHIARKQVSAAEADGIVYVAGGWDGHKYLRSVEMFDLSSNSWKKGPPMLTARGSFGMANLGGMICAAGG
YDGHKHLSSCEFLNRTMQVWQQMAPMPHARSGARLAVLGDHLYAVGGFDGKNVLNTVEIFDSVSMKWVEGPPLNHARRDH
AMAVLDGVLYVAGGFDSKHDLATVEKLDPKTNTWQLVAKMQKKRSGLALHVLNHKLCAIGGYDGLKYLSAIESYDPRLDQ
WNLEHDVYLPSRMAHFAAAIV*                                                          
>Gthe_136651                                                                    
MKEEIYGNGELLDLEILSKKKGCDQMTAKRAHSVIMALVSPVLRRCKANRRVIELQLEEVDSNVLEAFVDFVYTGSAHRL
DVTSLRETVIRESSKMLDVDTCVAFLNASRDSGLPELEELCFQFALDHYEEDIVLSILRWLEGCHQDHEAEKGETSCSNA
RAEEDGVSADSDNQGHGMNEEMELDCDRSRRQFSSKMISSIRWNLIHHQFVEDLMLKCASSESCSLLAQFVGDLSKFPNS
YRSHRGGSGPGYDVIRRLRVTREMKHHAGAVAALAFHEGMIVSASHDGSIKLVNLTSGKMEGSLHFTPHPRESQRQLGAV
YAMLQHGDVLVTAGQMKLGIAPLNVWNLLTRRHVKELEGHKDAVMCLTRNEVDLFSGSWDRTVRQWDLSSFSCKRVISSQ
HGPVLSICSLSRAIVAAGLESAWHLVLDEPRKEEEKEEEERKESLPLVFFSGSDPVTCVAVGSGPRATTGGSSWIFRPEE
RIFSGHKSGAIRVWCSETLTCVANLQCHDDAVSALTAYGSWLVTGSMDGSVRMWNFTQAFACNKGEGGSQLAAAVDKPER
RESAKTIVIGSEVKSLHLIKTNACERGSRSADGYILCGCQDRAVRLISDGFARNEEA*                      
>Gthe_136945                                                                    
MTLTFLAHLTDLAMAVVNDDLEEYAMEQFQNSLLRSLSENEGFWDVTLHLGREGSGTASVNCHRHMLAAHSSVFAQLLMQ
AQSQQLQGLASLSGKQSNRISLRVECDPDAFSDILTYMYSGKLSLNPEHAIELLSVSTYYQIEPLVRAYSQFAESYLKVE
TVNVLLASALQFNLSDTVDRRAICEHYILRNATPVMLNPTFEAVPEPYVCRLLENDELQIQEVDAFSAVVRWGKARYGDI
DPNVLREKLANIMQYVRFPMMDSKDMADSVEPLNLVDQSLLLEAYRFKATGGDLRNTRGDASRGNRRFIPRRAISDQAPY
ANSSSRYPMAQVPFQSRPTLSAQPTPTPISQPPSQMQSQSQMQTQTPMVGVGLGLSLHSSLPCMLVTEVAPWCQIQSGDL
QKIEVGDMLKSIDGWPVNRSVDAVKKHLLGPPNTLVTLGILRRGVDYEVVVVRGSSDRMSSRANSGRNTPYDSYRSPNSI
APSRSTMNDTRKQLEDAKNALNAFSRPSSMAPGSNYQGERERLDVV*                                 
>Gthe_106331                                                                    
MLPSTFRLVLKFLYTGEAELSAENLHGLMRAADVLGMEQLQQLCRQRVKQLLNISNCASIWGLAEDLGEEEVESKCREFV
LDNFTRLLGSEGFVRAVRGRQVLELLRSEDLLLFREEDAVGFIMRWTDLDRTRRLPDAAALLREVRMGLLSRECMSELVE
WLEQLYAPAPCDAPLLLLLKLLRDSHQQDLDAMEKKVRSLLESEARKEEHEQEEQEERAGATRSCLLSLSNSFRERGSKR
RFLLAIGGKRGDLEVAVMSRYDTRRKVWIDMEPMSGGARYAHAVCSLRDQVYVAGGHLHSPLDTLELYDARDERWEKRAT
MLQPRSDFAMLVGGEKLFAIGGETTDVEVYDPERNQWSDCCPSLPLSHRSCRGTALNGRLFVLGGFDQEEDILSAVHSFD
PIAMTWKAEPDMLEPRLACGAAVCCGAVYVVGGYNQLRGHLKAVDCLDPRVGRWQRTASCHLKRYDLSLANCGEMLYAMG
GCDVEDACSAVVEVFDPRMNRWTFDPNMPFPLQYFGLASFESR*                                    
>Gthe_138195                                                                    
MSYPRKRQRSESPDAQCSTPVHGSGEAVLDPLFHSHRSKELVSLWESRELCDVDVVVEGTRFQAHRVVLAAGSPHFRAMF
TKNFSESKAREVELHEITAEGFQGVLSFLYSGEVSLRDSTAELVLLAADRCEVLGLVNLCCSFLLDRITWRNCLHYWSLA
EQVVCLKLKRKARLVALKHFEVVLTLFLQELYHTGLLLDLDAAKMSRIIKSKKLRASNEQVVLEGLVTWLQHDFESRRHV
AESMLRCEEKKHEEEEKKLVRLPRLAENTLRQLLNTTFLRDCSTLDVLIADVQKYQTMTEEDQRNYSEVWARKRWNECGW
LYAVGGSDGLYHLDSVERYEAVEDVWYPVAPMRTARRNCGVGVLNGHLYAVGGRNENKQVMDNIERYDSKEDRWERVEHP
MQTARSLEILRVPSSRGGDKRNSSLQTAECYDAESGKWSPVASMSERRYGCGAGVLDGKLYVVGGTVEKNGDYLETVERY
DSETDKWESVAPMSTSRYCCGVAVMKGKLYAVGGVDKRYNKLSSVESFDPTTGAWSPEPPMLTARYNCGVEEAAGNLYVV
GGRDEKNRALCTVECFDGQTHQWRTVSQMSTVRSSGAVAVLPPMR*                                  
>Gthe_138531                                                                    
MEDPFDAFQSNLLRTLREGDPYVDLQLQLGRPGSSAGTFHCHKHMLAAQSPVFSHLFQQMSLPNAGKATLRVECDPDAFN
DIILYVYTGRTQVRPDHAVEILNVAQHYEIDALVRLYFNFLENYISVETVNSVLCSALQFGLGQVIQMCERFILVNATQT
FAHPSIEHLPEDALCKLISNDDLQMQEIEVFLAVVRWGQSRFKNASQQTLQAKLSNAMHYVRFPKIDVHEDPCDGKDLIR
TEQGKDMAEVVEPTGLVETSLLLEGYRFRATGGEQASHVLKQYQFPPESKVPFATLSTSQYFSSSCHSSRTSFLVTSRSC
RDPNPVKILTCMKRIEVGDVIKAIDGWTVAWNVEAVKKHLMGPKDTRVELLISRNGVEYRVYVLRCASDGHRDMNAERAM
QDFSMSSASSIKPFDLSRSVNEARESLRNLQKQTAEDSSLGQDDGPLEEV*                             
>Gthe_139415                                                                    
MDETFNESSSASANGVVETPDNSFVLSGMNSSDRSGSSWNSRFDVKRFFNNKQYSDIVLEFTCEDGSVQIPSHKLVLSQS
PFFERAMNIGMCEAENNHLVIRDVPPQVGMAITGFFYGLDFEITEDHLLKLLTTLDRLQICELVEETSERLKKLLNANNA
LKLASGIAEGCPSMHSSWIPICSAFISGHEDEIAETDTFLDLDLDTVMFLVSVRDPPIFVSPVSFVIRWLQKQQAVSDFL
RHSLSKSSLTNNDKVLSGILRDAIFSFDSFATLAKHIGYDDAKKYMEEYLADNISPFNAFAFVSASFSFKNCDVTKELNT
RFDWHELVCMEYVRLNAKEVLENEGIVSLEADIVRTLAKEDRIFAHEDDIFRAVLRWATWQTSFGEEEDGEHEKRVKKLL
KDTGIIELIRFPTMSLNFFHQVVEKSGVIPSRLLLERYQYHHGSLTYCKENVRLHNRLPMWLGKGCYACNDPSHPASCER
WVIACSPSDNGMGFNTERICYKGPEIRTCGGDLWGVTVFPPGTDEREIRGSTLAHNEWAVNIRRLSQDTNWTLTQCSTGL
SRRFNSLNETFWDLGSAPSISPSLIVPHSAPLLSSCSFSPLLAFL*                                  
>Gthe_110021                                                                    
MSSDRPEDSNHLDASFDANASFESCTSQQLQMYASEHRDDDLTVDSPARRSSLESQVGQKRKRSTDADDCKVPILVKHQE
HAAELLQGLSQLFQDESLCDVTIRVEDEDFRAHRVILASSSDFFKILLVGGFRESKEEVIKLEGVDKRSFKWILDFIYNG



QLVLHGTEELVNLLVASEHLGFSSVRSICVQRLQQRLDLPNALKLRLFGQEVGCQELIEAASEVVFNQFTQIASESEDFL
QLDLSQLCDILASDNLAVDSEYDVFEVKANSFLIYKREPLLGQLLCNLRIGLLSEENINSILEEPMVKKRISGTSACPEI
QHLFSSVPKAKRMKLDPDNQKLLARLKNPKDQIQQDSKLDTKQCKNRKQRITKCLLALGGRPAWTKVERLDSKTSSWDEI
APMIQKRMRHGSSSVKGMVYVVGGKDETGRALASIERYNAYQNSWKLLSPMKTARTGLGVAAVAGVIYAVGGRNDSGYRL
NSVECYNVQTDNWSVCASMREARGAVRLGALNNILYAVGGRSEKDAAMASVEAYDPVTDTWCNVAPMRTCRVGAAVEVLE
GYLYAIGGKDDFGNKLRSVERYDPTTNSWTPVANMGTKRWGAGVAVMDKKLYVLGGMNGAERGLLPTVEVYDPVKNSWSE
LKEGPKLARGSCTFAAL*                                                              
>Gthe_56353                                                                     
DVTILKADAIRTSNSMQLESDLLRLSEDPTMSDFTLIVEGNKLHVHKAILYARCPHLRSMFTSGMIECEKKELVLEDVPL
VHFRKVCQFIYTGSVFVDQEDAMDVMMLADRFLLYGLKQQCAAVLKSSIAMENVIHILKCADRFDAPDLK          
>Gthe_113641                                                                    
MPPMMAQELERLSSDMVKARKEEKLLTEQGKQQTLTFLVQGQEEARVLALRAIVAARAFDGKLEGAGSLKTVSEHGEGGE
GEAAAAAAGEAEGDEDTIVLRDLKVELLEHAIHYMYTGSFEVDEGNVHDMLKLGKRMSLPGVINICSSFLSERCSSSSVC
KALASAEASEAAELKEFCLNFMDRSAKDVLGDPSFVELPKEVLQEVLRRDSLEVEEVDLFAAVVRWGKRQAEIVEQEARR
MAEAAAEAAPSGEGNNEGNEGGGGGGGGGGGGGGGKRDNRPFLEIALSGVIDHVRFPLISPAALRDVVQPSLTVEHEGEK
RCVAERYVLEGYQHHALTKIGQPSNVEEERRRPRKNQSSSQAEVNREEEEEAGRVEEARRRAGRTVRWLENLPRQAARVS
MRGMGLGYADAVVTAEHVKRGGRSLEEMDLKNNDLDLSSMQVLLPALGGCSGLKGLALGDNPIFTVRARLSRR*      
>Gthe_142949                                                                    
MQGREKGCKQAVPLITSSLQGMPQDEQGYHLRMKGSKRLARSETQSNGSGKHKDWDPLQAIQDASWPWGNAKREGGEHEN
EASHKSEDLETSSRAGSNTHSIVPSVRGHQENPRPVSGQQSDEDVVRGEYLQSQHLAKFVGFPYEDTVPGEKIETTTFQL
CNEPWALWICPSGMTESESEYVSVFLAYKGSGSVRAWFSFVLLDTEGRSTVIFQDNELEGSVFEGYDDHWGKQKCILREE
LEEVAPEGEFAIQVNLRLFESDRASARNVSVMEEEEVRSVFSEATFSHKSSVKHVTIPATTLTYDLEMLLHSGMGSDVTF
VVGTECEHIAAHKAILIARCPVPILTDETMHLREINVPDFRPDYFRVLLHFIYTDKDQIEEGMLDNMADELLSAAQRFGL
TRLKALCEDQLTRSLTVENACDILAIAIDDEADQLKARPPLLSFPLTHICAGDVLQLHLQILQGSV*             
>Ngru_XP_002683354                                                              
MSSSKHPGRSIKYLLSRNEINNQYPHLYDAILTTSTGDSIPFYQLFIQNNAPELQVLKKEKNGIITYKTTYDTDITIKAL
EYILTGKIDKEFPQYKKVEEFLKTSGTSTSKWIKYSMPTIYEKMPLADLALKSKYLKQPIQMHRLVLACHCTKFRNVLSQ
VSNKPTPPQSSTPYIAPENFAKYMRERKENMLSNPMEIDLDQFQPSSEKHIRAIIQYCYTEDFESSCEKQGISSDEDLTE
LFNLAERMGLIGIVGEYAKKMSTSITLKNVGRIFSLATRGEEQDIHDKAVHFIFTNWGILRKGELDGQMSSDEERHLFEK
VSGIADMFCLHKKNGMM                                                               
>Ngru_XP_002682386                                                              
MIPSQQQEQTSGKDEDEEILNLLPKERKSTNNHSQNHEIFSMCKVGNLNRIKTLLPTIRDPKNFMDSHGNSMLYYACLCG
QLNVVRYLSDLGHRDDRFGRCFLNALSLEVRRMLKLYNNYKSHRSTGGGSDEVDHDDDLEYLMKSYAMKSIAEQETSFKK
RLEEESSLVTLESFLQETENPKDDILLRMTFKGSKSVAEYKCSKWILLSRWPQLVLFGLQQKAGQNKKRTSLITEELKKS
LTHSDMDLYPFNLTATELDTLSKNKNSSRYGKKVPRLKIEQKDVKEKFKYSTIPTTQEVDQELAKEKNLEQFNKEFFTII
DFGLVPFERRMFEIVLVWLYCGKMVNMQQKNSKIFFLEENFVTCINELAQVAHSLRIRTLAEHIKNTFLSFAPQGTKFPC
QVIKTMEQEFFKIMNDQIKEEFNPLPLCKDPNNEKESSLNSLKKLTFNMAITFKSENPTETTPRYLCNKQFLMDRSIFFD
VIVNCEFSDGQEFRKQEANNEIPLITIEQCNNLEIFEQVVRYLYSESIQPTKQNVIDLWSISHLFNLQKLARICENFISY
NVSQEDADMYQLYKLAHVIGSAKLKAEWERQTLVYLKEQIKLKKLDSESILTELNELGVDPEVLHKFKIHLTGY      
>Ngru_XP_002682074                                                              
MLPNNQANSGQLLNALVMMMNNNNGNNNNNNNNGNNSMNEINSLLNMMKNNSNSNNNMNSIINLFQQQQQMQNNQPSPSN
NNNQQAMGIFNNLMNLIQQNQQQNNTNQQQNMLQQLLNQQNSNQQVIQVSSPPMNNQFSNMVVNQLSNNNNLQQISPNSS
SILQIQQPTQSPVSTSSSSTNNAGQAGLGQSSITESTAQTFISKSNTMGSSIKQFFNNPILSDVTFIIQGKKFYAHKLIL
CARSNYFNQLILVKCSNTSILEIEIQDASADIFYNILEFVYTDCTILRSDKIWDLYQAAKFYQLSALLSQCQEFIIGTLS
VDNVFQQWAKAQQYGTAVVAEHCLLFAKSKYEQVLKMLDLYNNINISSNPDIISRAIQSQQQMMGSMLPPSATSTSQPST
PNSTNGSANGTPKGDIYQSLTAFTFPPPKKDEETLNTYKFPPQKEVSSSDPETTSNTEEKDRHELTQTFELWGEENTPPA
AFPTRYAMDMYPSFFRIEPQEKVASSSTTPVVENSAENGGDNNNTQKKENHVKIGESTTEKGCVYRRLSVLRQDLHSVGV
FFQHIISCITRMLHAERTTLFMYDRQTDELISQVAIGEDEIRIPSDRGIAGSCFQSGKSVNIPDVRSNSKFAPEVDKTTG
FSTKSVICSPIVGSGNQFVGVLEVLNKHTGNFSERDEQILSFVCDLLSIFVQEQKLDEIENIHKTSILLQPSSYRRKSVA
PVTMARKASHRMSISVDDSFALLFDDGDFNFDLVNPDEQPHSLLSVNNDIANSLVGPNIDPLWNYVQNNDVNSNLTSSFV
SMNAQPMSNFGSSSSIVASGQVDNITDTNVKSETKSVTPPLTTTTQPVEKKRKRNQNNNSTNNKAANAGMPFMHFRIPRY
ELQFIQFDAGGVKKKKKT                                                              
>Ngru_XP_002681714                                                              
MHVIVKFHHPVYVNEVHIYETSFPGSVVKISCKVKQQNEEAVVPEKKSFLRKAIEKVIGKDGEWVVLFERPDAVFVTGAQ
DFSPELSNKGTYSDTIRIDMKLGANWSEIDAIKLVGKTKVDLPKITKLGAIYKKMFDDALFTDLNIVHKQSGNTLRVHKS
IMTSRSEYFKVICESEMIESKTSIIEFEEDVPFNTFKDVVEFIYSNHININQENIYQVYLLADQFLIGSLSTYCGRLFST
WMDGENAFEMARMAKKHCCHKLNEVALEYIVDNYTLLFLNPQFEDLEHEDVITICRRLAERHNSKDQEANPKPNTNTSET
VSECTEDPCSEEICDE                                                                
>Ngru_XP_002681708                                                              
MNLDLCILACSSTDKTQQLKMSALQPSVEPIRFIGQKSESGNTPTINVPFKSIVSHAMASTIVDPFSNKNEDIPFSLFLF
GGQINNKRSDGMFECRIEKMVAYDEKEVQDLLLETKVANNSMLTITEFITCEKRDGCWPSARSHHQMVYRPPNDEHIDGS
LVLFGGQDSQFKALGDLYEFDIHTREWKQIVEQSGQLWPTRRHGHSMIYRPSKDSLVILGGVDTLNRTIFEPFEYLFPEK



KWKKIELIAKTGSALSLTSTSSIDPLCLRPRANHSAVLYNAQNSRFVQFHTLNNAETVEDGTQDVMIIFGGNNEQDYYND
MFSINLGTLNVDIIMSSHRINVYPRMKHTCIITRGEKALVIGGNRKARYDEMKVVSGKTSKSFFMSVLGSIAPKSSIDAP
ILNGMVARNLITDFTVKNQEAELDFNDISHHTTCSVSPSCFIFVGGQFNNVGEKMTTNTKNDKIWVCNLGQYSETIEKLQ
NAEQKKEFGKEFYRRMLDNLGEYGPIGYDLRVNVLNEKTFLVHKFMLSRFEYFRKLIKEHSSHQVGGIVEIPISDASVDT
ISNVIDYIYGIEPPVFSNPEEVQILTKYCEKHSMGSIVKYTHGKVYLQRSDYESYLPEIQLLLFFKRVYMGEFPELHQYF
NSTVRLITQGENAENTNIDIQLPLQILVNNDFFHGCLRDLYIKHKLHGQDSQNYIIEIDNSIFPFLDTSYFPIIERYIAT
LYQAPVHIFSSEGEAVVSQLIQLYLVSNLLSDTYMEVLIMDSIKRRISFENAFQLLCFAYQHQSPNEVVFIYNECIRKLK
EVIPLEDVNKIINFLNQEYAKQFDI                                                       
>Ngru_XP_002681175                                                              
MLQQHKTSGLGSPLSPMSDIYSFCKVGDLNKIRSIIKTSDLDRPDRYGNTPLYYACLCGHLQVVKYLSDLGARDDKFARC
YWNALSLPVRHLLKVYNKYGGPTQVKKAQKKTEEEEDEEIEQMYEQDQFKSLDPFMMKMAKRVIYGTEKPDECDLTIRIR
FGKDEEDTIYYCNWWIILKRWPMLLYFALVNKERPIPMKVSTILTSEDLKVVDLKTNREIKKYFDSMNKEVLMVDVYNKK
IKEIKKQMEIANEKKNYQRPQDDLQAIENLIPDSDREIREFLKREELQVVDLGQVGLTKSQFDNLMVWIYTGCLLKTENQ
KKFMKLENLGVFVQRTEYCDWMETLKMYTLVDMFKDYLTKDIKVAMKESDSQFKNDLKGCIFHNNYEAISKFERLQRSLC
DVQIKIKNYLEEVFFVESTEAILCHKHFLSERSMFFNVLLNSNFDETERMKESALHEDIPTLEIQGCNFSVVQELCNFIY
SARFEQLDESNLLELFSYGHRLGFPENTINMLEDRTLTLTILDEELVAFCKACFPIFKDASKRAMEKPLYEYLSKFSEQE
RFDTLIELDYTADDIQRLDTCYQNN                                                       
>Ngru_XP_002681121                                                              
MTEKSGHDVTFQLKSGNQITAHRSFLASRSKFFEKLFETHQNTYPLEGLQDDTLQFYINFLYTGYPQISILPKPIDSKLI
QILQVDQNNSLRNYITGEAVYITDIYLITRSIDDDIRKLYNLAIQSKNQSKKAINNSSLICIQLMEENTKTDCFFVDKTF
MRRIDFFRNILDSGMSEAETGVITLEISSECCEKLIEFMYIGQISNISDSALLELFIISKQYLHCQELVHYCENNLSRII
QNLTPQVAVHIIDYFRDTCHAVDDLISRCRYYICTNFDNSREDILNLDSDSRYELSRLYFDYLKRKFKRK          
>Ngru_XP_002680950                                                              
MTETKQTFYGCGQGFWSTLSALPWTKDIQPDQSTFSKIDFLEYYSFHDPIIQFEITSTYSYEFCCFLTKSGKVYTLGTRN
DCGWLGVGDLDSRQIPTPIEFEDLNNDDQIVQIRLGEKHALFLSRLGRVFSCGSNSTGQLGNPLRKECNKPVEILQSLFD
SPIRKIFTGPSQSFFVSEKTTVYACGNNNIEQCFLIDDGDFKMTFQVNTPTSIFCNLCLHTSRSFPIADDIVGGETRSVF
LEKGQKATFSNSDYMIVEYANNRPQHDPCYVKPAAQLVAEGVKKIVLGKSNIISLHSNGECFVSGAGTLLGIGTREQVYP
FEKIPLNDEYIDDVWSGPYHVILKTSSRKLYAFGSNRFGELGKNSKTVSFREPQLINLPFEWKEGEDVRVICGNNSTLVM
HETPLLSTQELIATNTVMLIDELRDCSQFFHVENSKIHVFLPLIKRISKDLHSLLINREFTERLKAEEGEILFRICKFIS
CELSLATEEEFTNNFQSNEATSNTTKEEESYSDRLFIYFDRFLSKLSEENIEKDLVTCLFILNDISDVGIYFKTFLFNEL
ANRITVENVMDILTWTSNYLSWKVLKNSETSILLLLVKKCFAFIKANYNECHNRYGSLDSFLKIKPKIDQTKKTFFAVQV
QWKEDNILMNLEQSLVTLIEDTSSDLKVIIDSNSEQVMNLHKCVLAVNSPVLSTMISNLSEDSTINLLEFILMMSDNLNE
MFFEHCKKSRCEILRIVLEMCYGKFEEYDLNEWICILFISHQFQMEFIVKHCCTELIKHLSVGNKSNIHLFFYLATVLEV
DSLCKDFVETFVIHCARLFTPEDLQNILKMYSEERFTPTFVKRVRLLQDLIYKKHVEK                      
>Ngru_XP_002680778                                                              
MESGTLFRYLCSLAHRSLGLDTIHNLMKKGEDEFHLWEHCDLNDSFDSLVYGACDRLISVQCRFRDQDVDSTYYFHPLVI
WQRWPMLLGYALNSELKGEIKREELAIVTENDLFLATLNTNKQIEKYFGSINDKVLDQLEFRNQIRQLKLEIAKAKSNIE
QHSSIFVKHEKKIQNLHECLKQFDETGLKSLLLPTSQLWNIHLGNIDFHKQAFDEIVFYLYTSKFVNLDNDPTESTLLPP
VRSLEDLILGKDKEYFQEILTLLNSLGIQPINSLLYKDSASLNNFESESEIRKAKIYDTLFGMLKEQLADGIFFTTTQPP
NNPLETLKKFMCNLIIEQQPPEATDDHVDEFTELPEHSEEQIFGHKSFLMKHCPFIDVLINSDFQEAFQIRETESKNEIP
VIHVECSNFQILTDIIRYIYSNRISINKSNVFELLLLSQKLGLDDLTELCEKSVPEMDFFDFELVQVISLTISLSLPHLK
NIFEQKLFSQLKTMIKGRLMGSDEAQVILEQCGYSFEEVNDLLVQLIWAD                              
>Ngru_XP_002680314                                                              
MSSLCGIPEPIQYLFSHRIVDCAAGEGHSAAVSEDGRLFTWGLENRHKPVMVRNSLIDSEVCASVNCGTHHGFVLTESGK
LFGYGKNSDGQVTKDGSAHISEEKIVEVKHPYAESGSRWVQVSCGMRHTMALDNLGNIYVWGRIKTAKTEKNDHLSDANS
EIMNPTMVSIPISKGNIKKIASSYSSFIVLTNDGNVYSWGHNLHFNLGHGHGKYVNDPTPVGSIAETYIGDVFVGGYNMF
LVTGMSFTASYTKLLKETQYYADCILKSKNGHEAVCHAAILSARSPLFTSLLIKEYLESNNNQSSKFKVTDTSHIERVIT
LDFVESQEELDELLNFIYTNATGRSAKNERMLLIINEHINNTQAATKILTELLKKEDISDENKKDLATMIEVVSKEMIHE
KVKGSSSLLGELSDYTRDFENLYKLAMRESSGLNDPAADTIFSFLSDVSFSLDDGTFIRSHRCILCARLEYFRAMFSIGQ
FSESFQKVIHLDSTTRDSFEILLKHIYTGGNINDNELTAEQSVPLLELATRFNIDTLKLAAERKIVLYLQPSNVLQMCQV
AEMCQAEIVKKCCIHLIARNFTNYTQEQLEAELDQNLIETITIVHEEFTLARSKQQDNEQKVFQYMKEQKDAYDSLLEDG
ERQHLVDEYDEDDVQVIKSILGGSHNPNAPVHANVNRHHQKPSSSGNKSLGMNNNNSTITSSWFKESSQYHSIVNFFPPF
IVILLNNMIHIIRSHHHHYPIHHLNHDEEDIQSVKNQNFGKCYNIHGNTLDNSLELLLKKNSNNNYDDKNYNYKNNGDED
DVCFERTEIKNDNNGVDDDGVEEGRIVDKVITSRENCDDEAFHSKLLPKLVKTEQLGLLAQTCFGKEKVLRLLLLMIISL
PIVISVFQLLPSSPSSLELLNEFRRNNLVEKFWNLTKGDALTYGNNGTTLSINTISEKFTHCRVLPLDGDKKGRAILQWK
FISNHTFQNYYPLFNDTQSSRFQNPNVNPVVRMRIIIGEANLSISAGNFKLFGFSKGITADAGFDKIYNNLQTSKPDEKG
VQYRYFFDKNIKDNRKIKVLDFMNQPQATFHAVYGDGFPSFYVGYDNSSNPYLRKYTGTITTVKNYDHYPTCNDDVNMAL
SPTAVGERVNLNGTYSEYSKFCVYQIHDVTPYTGGTYIYFEKRLNSIVRPKNLPNTRTFSEDNNNTTDHKYFIYFMPIVN
AGYKNTTMQGQQDFLNSYMNKDSLQSYYLAHEVDFSVDYYDEDCDYYVQIYQTSMFQIYYYIRAVRHTIVGIFSLLVVGF
LFIYRQKQPVKSRLHTAMISAVISVIFNALGVISDIYSVFNYDAIEYSYYLTLAMLYLVSLIRYTFVRNLYRVIRIVDKM
EDTVISVGEFNDEGLVSNYKRKTMQMRFLSKLASKRIYLSAIISLIIIVNLPTPFFLWILNSSSGDTFSVVVSIIGYVKL
AALIVGFVLPGFIALSFDLFINRKWLFYDFCKRIFNFGDSNISTYMSKVLSKTRKMEELSCGFQTYFSDYDDPLCYRSEF



LIVTSLSLLIGISTFVVGMIDIPNWRTSLKLTILGTHGTLYFLFDYCYVLLTSGFVVFMQLIVERRKWKTRTSVQDKKAT
ITGKNPITVLLIKTIGDRTGEGRELIYKRCCKVLELLKDQKYKTDPQTMNKKVCDIYNSFVKTSSSLEVAIPYELKTKIS
AFMESYIGDEYSVSTDSSTFNHNKKFYAIFKTEQQQPPVVGPNVSGVDNRSIELINYQTAAFLSDLIDQLKESTLSSLQD
TFSRLMATKAYMAYFKKKEMEAQTMKEVGFTREDTIEIDTNALAFIESQHQQQQPSQITTIDMGGTQIVASINAAQQEQV
SKRYLQAYDNNDEIAISEESSETEDEEIIEEVDTRHSLDKIDD                                     
>Ngru_XP_002680312                                                              
MKRRATTEDKKSRLKKLKMQLLLATNANFKGPSSVFVSSNGEVYIADIGNHKIRKVLTNGKMVTIAGNGQNGFSGDNGPA
TNAMLNYPIGVFVSPYNEVYIADYFNNRIRKILTNGNIITIAGNNVNGKGVYNRLAINAMLNRPSGVFVTLNDEVYIADQ
NRNKIRKIESNGNIVTIAGNGKEGYGDDNVPAVNAMLNRPSSVFVTSNNEVYIADTGNHRIRKILRNGNIVTIAGNGLVG
FHEDNILATNTSLNFPKSVFVSSNGEVYIADTGNHRIRKILANGNIATIAGNGKEGYGDDNVPAIDTMLNRPSSVFVSSN
EVYIADQSNQRIRKILQNGNIVTIAGNGREGNSGDSFFDISRYPHIGITSTHIPKLKKQARDQINILDIYGFIPLIEKKS
PQFCKIILQNEYLLSKINLCQREIIQRLINSLIYQNDNLEFMEHEILNVLSLLGLFENGEFINLKKNLVKKLVESITVER
FTSQWEQIETHLKFCNEDLSLQNKIFEYIHEYFVEYAALRLKSTENSVPLGNSPIVLKNSVSIIQKMAIPQKTIINLDEK
VEIPPRGLVDLYNDEKTGDIKVKLGLDKYLYCHKTVLSSSSIFFDALFDSGSSFSDLSDDGVFVPDPSEDLELLEIVIKS
CYGIPFKFDATKQIELIDLALRHEISNLLEFCKNNFVLTTANYYKIAISCKNYLHLDSFKDFYRELLLFGIEHCKELFND
CEKVSFLPEQILHALFVQFSLERK                                                        
>Ngru_XP_002680301                                                              
MSSLATSAQLNRPNNVFVSSNNEVYIADCFNNRIRKILENGTIVTIAGNGTKGSSGDNGLATNAQLNRPYSVFVSSNNEV
YIADQGNNRIRKILENGNIITIAGNGIHGFSGDNGLATNAQLYTPCSVFVSSNNEVYIADQGNHRIRKILENGNIVTIAG
NGIHGFSGDNGLATNAQLNSSYSVFVSSNNEVYIADYFNNRIRKILENGNIITIAGNGTHGFNGDNENGNIITIAGNGIH
GFNGDNGLATNARLNHPFSVFVSSNNEVYIADYYNNRIRKILENGNIITIAGNGTAGFSGDSPFDIRTYPHIGNKLLTGN
GNLHSKIEFHNLKKHSRDELFGLPIYGFIPLIEKTSPKFSNILKNEKLLCLMSSSQEIIQKLIDSLMYDKNKVKFSKEEI
LDVLFILGLFKNGEFIDLKRSLTSEFVNSLTLENLTFKWETIENLLKICNEEFNVQNYILDHLNNYCIEYAVVQMRTKKG
NTLLPTLPIIMRNATAIFSKMIITQPTAINIEETIETEPQIIESLYNDKKTSDVKIKMGQDKYLYCHKTILTSFSTLFNA
LFDSGSCFSDLSDDGIFTPDESEDLELLEIVIKYCYGISTDKIDDVKIIGLLDMAMKHEIQYLVDYCKNNFNLSIDNYFT
ILEACEKYLDLQSFEQFLREIVKFSITNRKQLFRDHTNRIYKLPEKVCQEMLLRLSQDF                     
>Ngru_XP_002680171                                                              
MSSLATSAQLNSPFGVFVSSNNEVYIADYGNQRIRKILKNGNIVTIAGNGTAGFRGDNGPATNAQLYNPYSVFVSSNNEV
YIADFSNHRIRKILENGKIVTIAGNGTGGFSGDNGPATNAQLNNPYSVFVSSNNEVYIVDYNNHRIRKILKNGNIVTIAG
NGTGGFSGDNGPATNAQLNNPMGVFVSSNNEVYIADYYNHRIRKILENGNIVTIAGNGTAGFSGDSPFDIRTYPHIGNKL
LTGNGNLHSKIEFHNLKKHSRDELFGLPIYGFIPLIEKTSPKFSNILKNEKILCLMSSSQQEIIQKLIDSLIYDKNKVKF
NKEEMLDVLFILGLFKNGEFIDLKRSLTKNGNIVTIAGNGTAGFRGDNGPATNAQLYNPYSVFVSSNNEVYIVDYNNHRI
RKILKNGNIVTIAGNGTGGFSGDNGPATNAQLNNPMVVIHLGPATNAQLNNPYSVFVSSNNEVYIVDYNNHRIRKILENG
NIVTIAGNGTGGFSGDNGPATNAQLNNPMGVFVSSNNEVYIADYYNHRIRKILENGNIVTIAGNGTAGFSGDSPFDIRTY
PHIGNKDELFGLPIYGFIPLIEKTSPKFSNILKNEKILCLMSSSQQEIIQKLIDSLIYDKNKVKFNKEEMLDVLFILGLF
KNGEFIDLKRSLTSEFVNSLTLENLTFKWETIENLLKICKEEFNVQNYILDHLNNYCIEYAVVQMRTKEGNTVLPTLPII
MRNGVAIFSKMIITKPTAINIEETIEIKPQTIESLYNDKKTSDVKIKMGQNKYLYCHKTVLSSSSTLFNALFDSGSCFSD
LSDDGIFTPDESEDLELLEIVIKHCYGISIDKIDAVKIIGLLDMAMKHEIQYLVDYCKNNFNLSIDNYFTILEACEKYLD
LQPFEQFMRDIIKFSITNRKQLFKDRNRISNLPEKVWQEMVFKFSQDF                                
>Ngru_XP_002679813                                                              
MENKDPDLDTAISLCKTGKLGELRNLILSGRVKQNVIDFHGNSLLYYACVCGSLDIVHYLSALGLRDCKYHRCWWNSLSL
EVRNALKLYNSYKTNEEANTKPKKKDDYSLNGLLDRYLKRIIYQSQNNEDYDLILKLKFADQQAPIEYKCHLWIILAKWP
EIVYFVKNKIDTRVFPIFSCEDYLLTLKSNKKIEDEMKQKYPKETPKQLYSIVKKEKQKVQKLKESYSLFNMNTPIDEYI
EGIPTDMEGLKEYIQTNLTFIDFGQVPLGKSLFESILTWIYTGHVPQQLEEQSILASVALRFKIEKLFNTIFGYLKKEPI
LVNNQSPSDLSILPLIEPFEKMDIFTKIRRVTCNMGITLIENPQEIFIPCHKNFIMDRSEFFKVIINCQFEEGNKFREQE
ARKELPIIELYQSLPKETLILILNFIYCEKIELNKGNFVEFLTLGELFGMPSLVKQCDDFLFKSRFNGEEIFELYKYALN
CDSESWILHLERNALEHVKRESFKRKNPWNLEQVVDDLLKMGANPKSIAKYIGV                          
>Ngru_XP_002679718                                                              
MKRTLDENSDSETDGENNPRKKSSSCNTSSYLATDAKLCYPFGVFVSPTNEIYIADQYNHRVRKILESGRIVTIAGNGKG
GFSGDDGLATNAQLNCPSSVFVSNKNEVFIADQYNHRIRKILESGRIVTIAGNGEEGFSGDNGPATSARLNCPMSIFVSN
MNEVYFVDSNNNRVRKILENGIIVTIAGNEELGFSGDSILATNAKLNGPVSLHVSDKNEVYFAELKNNKIRKILRNGFLE
TVMGDGFSTTSVKVQSPTSVFVSPQNEIYFSDNTSNRIRKILENGNVVTVAGTGQQGFSGDGGPATRAQLACPTGLFVTL
NNEIYFADSANNRIRKVLENGNIVTIAGNGKHGYSGDAPFDFSLHPHIGSTNLEKQETVLLQRDIYFPKIKLKKYNRDRL
FGLDIYGFMPLLENFSPEFSKTVLRNEKLLCEMDSSQREIVQKLIDSMIYNDDKMNFNEEYTVNVLYILGFFKNAEFLDL
KQDMVTKFINSLSLTSLSSVWEKVEELLKICENLGLSNFILEKLNKYCTEYTAVQLKSPEGSKILSNISIILRNSVRIFP
LMAISEPSPIIIDEIVEKFQQGVNSLYNDKGTYDFRVKLSEDEFLYCHKTILSSSSSIFETFFQNQEIDNIKDGFMVPDP
SENVDLVKIIIQACYRCGNIEFNSNQNMSLLSTAMKHEMKYLIDCWLKNFKISVDNYFEVVSVCKNYLHLPCCEEFYQLL
LMFGSVYRAKLFTDCDRVALLPDQLLRALLVQISSDGFIFNR                                      
>Ngru_XP_002679529                                                              
MDMIKLLLSCSQINPNIGKVEHVNDGSMVISPLGLAVKKGLTEIVKILVLDPRIEIGTGCVKYETFGATNYTCLDLACGE
SLFKVVELLLFHPYVQVNLPLLHHHTHLRRYPLTVACENNCIEIVRLLLARPEIDINVTQDPKHNNCIDQFSLNTPMFSI
EEIRKVGFNYQIIYDLIVAGLTPSNPTLLKDYSLEEIKRRKFKYFTNRIIIQKFEWDKIGDTNLTAFVPLLKIMDPELET



ILKLGVNFDKEEERFVQTVIDFLIYGSDIDFRQLFQAYSNKGHNANIKGVIGALVLCGSLPQINSLCYECISILIKDEYS
LDMVFNIWKIIHEYEKRFPSLLQSMNKSLVGKIKQHVLDCIGNFGLKKDANISEFLSDFDNYHEVIEALMKRRATPSFPK
FSKNETISFPFSSVKLFDQLALDSTTDIELQIGKERVKCHRTILMSKSTYFATLLNGNWNSQNDNYPIEMKYLIQFCYGF
LEYVEPKLCIPLMKLANMHEMKELAIQVEKQAIITRINVAEYLNSLLNDVEEQENEIIQEFIRRIVLYK           
>Ngru_XP_002679477                                                              
MIKLNYDQELDMFICGGSGIEFTSQISANQPLIKTSLVELYFPSKQSSSGKTNTTQTTDSSNKDQSTNSDDKKITPPIQY
GAIPKFLQKTNQNNIVFVSTPYSEGVIFHNYKEIFLCGHVLKDSVQTLHKVPVFSETDNSIVQIVTCRHSMFVLLSNGKM
YSLRGNEMVVYLDQEKRALDPKCLLQEIPFDKPIKYVSNGGGKHFFAQTTDNELYAIGDDTFGQLCLSKSSIRSHNGFSN
NTKNVDERKELDDYESTTFYPKFVKVPIDKTISMQDNEIEKIECGLNHTFILIRNVQTGAKSLYSSGCSYYGQTAIGSTR
NRNRLSQVELNCSNEIIDIKCNNNGSYVITPRALFYAGINDQNILSVNKAYSSVLTEVPLTTQIASNDEFSIMECGYNHC
LAVTKRNRIFGFGRSSSNQFGIGLNNYICQEIETKELFDKKIVAICCGHSHSIIFSQPLVAPVEDEVQLHEDLIKLRSSS
NVWDLQIFTASKDFSVKIPLYILSKRRPELLSYNKSKAPKSKDSLLYLIDWIYFNTFIEPSLQIDSLIDVLEWMTVNNVQ
DESLTNLVLNESIIRTNEENVYDTIQYILNRKYPKEESPLSAFWHHALSFCKQYIVENSFCKIKNSSFLKQSILVEIAKL
EDPNLLECRSLSEVQESLPQTIPEIVSEIFDSPQLSDLQIVLDKSRGFVVYCHKSILETRSNYFNMKKYGFQAATINEID
VSCLFTIFKKNEDITFEDFINLKSLLKYLYTGRIEITTKNALTLMLLWEAMGMSEKSPLFETCKDFVCRGLCIENIMNVI
TKVVNREKKSTPTESPSMIGFGIFRNLIQEEESHLQPYNYSIIETECLNFCANKWKEILLIYKHDILNFLSKEQLLKITC
IQNRVSL                                                                         
>Ngru_XP_002679438                                                              
MLNNRIIPTTPYINPKLNYGAAVIANLHLDQVVEVKGSHWYCDPSVVTKEKIFGPTTTLQVGGMDAIDTAFVKSVQNSMF
FRFDLDDEFVVNRNYSLIINGNTLQVDKELVCKYSSVLKQLIDSSSSSEVVIEESQGEYLQHVLTFIHEGKLGVESSKFS
SQQDAGLINLKQLIELIKIADKYQVESLLVEIANIVNDMIAMIIIEKCKTISNEGKKIVFEKCYEFIGFNPASVVAAKVY
NDQPIITNFLEDFRIKMQELQLASEDMIIDYLFSENGYDVNVDITNNKKTFAKMIGALKTDASLIAFSELDAETLMGILG
SKFLSMKTEVLLSVLVGWYLADTSRLEDACKFLLANDWSDCEREAFNLLFYNIFIFGAKKHENTELLDKLRDKLSQNMFK
KENVMGDEWHVYNENRPPRSAYRNNSGDLRVLLLGLDASGKTCILYMMKLGERITTIPTIGFNVETVNSCGKNLTVWDVG
GQDKIRPLWRHYYSNTSIVMFVVDACDRERFEDACDCIQRLGSEDDLKDCTILVFANKMDLPNSASIKEIVEKLELNRLK
NPNWMVQGCSATQNIGLEEGFKLVIKAHQYQSQNTAVIEQLTSQEHEKPPRTTTHFGLFEPKFNTF              
>Ngru_XP_002679183                                                              
MAVVRLDQINDHYYKLFNLNVPKDLVNNIKKAIVSQDLVWIIDNDGKLYECKFSGTMSPCYCKLFDTREINEPILDIVGN
DNHLFLTTKSQMYGLGGNGFGQLGLGSTKFKESTCQPITFFDRINVNSSKYKDRVVKIACGEAFTLFLTNTNKVYSCGSN
YYGQQTFPMESAFLPTPQRITEIFKENQKVVNIHCGQTYSLFELDDGSFLCYGRLGSFLVKDPKIVPKLQEFDRIDVVIK
TISKANQDNFFVVHSVKEGSFQCVEKNSQEIILNCNEQHFKLFHIQYKATNSVKVYQGDKLIRTITINSDPSRLRVCFTS
GENILIYMSNSTSQRKKTIHELILGKSKEFKLPSDTINVGSSPVYAFLPFIQIRNPQFYDLLRTGDLFTSDRSPTIIQDL
IDYCFSQDCSFLRSYTSPMVAELIYLLEKMGVIYNEFTAPLIFQSSVQISASEDFAPNADAYVVKLKQEGITPKLFGNSQ
FFNNQTPAYLPPIGSVLGKLFNSESSADTSIVIDQFGLEKVKCHRSVLIAQSTFFEAFYTGHFASNEINLFNDEDTGELD
INTEDMSEEERQMLIDPESQIKTRALRNILMMFYEIEPTVEYELVIPMLDMAHKLDSENLVMKCLNMFENNLDDESYQVV
NQWLGGLEQKTDIQNMILKTADTWASQVSQKIILFENYELEEEFGKYIRKLNNFEICQEFIPNFTTHYVATKLDKKDYNF
LCAVAGNCSIVKPEYLRKCSTSLKGKHG                                                    
>Ngru_XP_002678806                                                              
MIIAIIAALSSSIVIVIVGLLFGVYSSFKIVKPFHNLIDLFASVSNMDLDNIIVLPSPFREVHQLQLHFKTMVVKIKQYR
CFIPPHLLAQIDAEGAGDENDRDFEKPSIRAAKDHNTTQSSLRSGKSSRHSGISRSGNATSNYHSTSNQSSFRPVSKSLF
KLGLEKKKITVANFYFVGLDYCMENLSDSELVTVMSDYFEVIQKVAKLTLGQLGSFEDNSMTISWNSTSEVSNHEEKGVA
SSHQILLKLSQLKETKWKKKEHLVKKDLLQNVDFRASILTQVCRCGTQEIKTYSIVGSYLHNLHKIMKHGLKLNVKLIAS
EETLFKSNDTHQHRLVGVKKVLSPDETSAEFFSDSQKKKQKQKKAKKEKELWGDDVSPMPTTMKDYFAQLSQDCSEQEAT
ILDHEPVQHCKKERNPPSEKKKEKKKNAQPASSSVAATSSDVVDNDENNETDRGKTQESKKKKQMSNSDYLELLESSLDD
EEKMIYSNSSRITTTAAMTSYIYATPYKVLPPVQPPKRIELPPTFDKIEDLLKELSLTFEYFKVQDNSTSKTIYLEKLVH
MTDSLSKKCFQKADKNAIFMLGGLNFVCVLFAYFASGENENEQYEKIINSLSYVLYRFSDHNRARSAMLTTGVFYSLWYV
GGLSKNISTLSHVNEVIDLLGGQLSIGFELSNLLTKSNSQLLDISYISTEKTVDSSSQTIYSDGFTFPDTFLGVGTDFVS
LSENNFPIQLHYSIIISRTSNFLSDFCVKWDPTTGQVVENSKNPGFYLMKDSNISWYALLKFVQLLYTDKISVCKEERER
ELKNRNSIFESKLVSEGFPRLLTTLRNQKTRENAINCMSTLTSMEDHEECDNGGLFDEFDNELVNDELNYFFGKPLNYWY
LPKPKENNFSTDFLRKKEKIRQQAILLSGLEQDLGSLYVEMISSQTFKAEEAKALSFYPNVKVMLADTLGEIDHILEEHI
NSIPVLKNIIDCKGFYLHKSILATRSEFMKKLMQYDLEQTENGMDVVYINNFSLSTLFTVFQFMYGGLSEEGFPLLFTEN
LVECFLAADMFLLFGLKKYAEQKICEQITLESVQDLYHISIIYNSDLIKDKCIEIMSKNNIIYESDIKKLNSTGSNGKSL
SDVLKNDRESLLKNPIQLIQLIHHEIDHMVEKSRKIEGELSTHFLNKDSSMFVKKEDDDKNSSSPITMISQFVEKLNGSE
GGVLASFPINTELVEKFKGSSDILLKAFDTIKDHLGDGSLVSGGCMFSIVACCVAAMLEEIENNAKEEWQKLYSEAKETI
DEFKQKISSTLVETIAKLKEIGTETLNEIKRSIQKGCELASSFPKEVREEIENIAKRHLEEFKNVTNLMKHLKEKNFLTN
QFEQFHQEFKALVTSFADRFIKELLGNIIGTIVKFFKSIAQVFRGLIKESFGIIIEIVKKIFEFVKSAPERLRKIFDFSG
NCMAML                                                                          
>Ngru_XP_002678676                                                              
MSNNLISVPCFDCTFSECFNNAESFPDVIFETLEGKIYAHKFMLYQNRYFKNLFDVHEKVLTPRGSSSGTVSNSSILTIP
IQEPLKIFKSLIEYFYSGVVNCQVNDLSEFIMMAYRFKIINLITVLKKILMGEAATQIIAKTKFEKTEILNLPENTKMTM
ENALSLFGEVCGNSVLETTVFKTEITLAKRVILKSVCFSLLFSSNTTIEKMLKFSVNSMNELLLLIAEHLDLIKAVQKYL
VDVSIINTPLNMKEIIKFTLKWMCYMKSDRLISISDLYETLNAIEKSIQQPKEVAEFIKSIEVMRNMASKNQNKHQHANS



DTSDHQNATENDDSNNRKRVGSTLVKLKSMYSSPSQKNSKDEESGGGLLTTSGIQIVREEEPAQEQSSLRRMKRTSTFIQ
PKVNY                                                                           
>Ngru_XP_002678441                                                              
MGQAQQKNNSTTTTTAANTSQFSSELSSPNSAHNHGDDFSKILAHNFSEKSPLTPKKGFDPFDFCDHEGFSLAKQGNWPR
VEKMLKTKQATITDIDRHGNTMLYYSCLAGHVHVAKRLLDLGARDDKFSRCYLNSLSQEMRWLLKSYHNYSFSTQKKAKE
DESGVIEDDNLVNLLLSFVKRAIFSNEEENMDGPDMTLTIKFSGEQLPATYRLHKWILISRWPEIIDFALNESSEHPIQN
SVLSALDLKTMLAYDLDPREYQREVFPAFSVLQRPTLESIRSSVLVAKKYVKEKFLPYQLPTLNEEQIDQVYERLSDLNL
GDAPFSRKPFEVILAYIYTGRIIDPRVKSIFIPLEKIIIRDASVQFMQELMDAAYSLKLTNLAKILFVEIGVQADFIARK
FKVKANLDNFQDARKKELQKDLSPLGFCLESKQPTNLLDILRRKGCDMKIKLAESIEDEEVSEQERDVILCHKKFVTKRS
AYFDIITSCGFSEGIQFREEEEKNGIATLELNCPNMEILKQLINYTYSENANITPSICIELSIQSQKLDYNALFKKCEDF
MVENLTIQDADMFELYKLANFLGSDKLKKFWKPQTIKYVANLIKNGNITLEQVKESLLNELDCDENECETLVSQIMEKVD
YC                                                                              
>Ngru_XP_002678166                                                              
MVDETTFESLESKWMKIIKSTQIDFVVLVGMKNDLISDEKFQGVSEEKIRNFMRRHPRIDRFFSCSSKSELSVNNFFEYL
LNRGPIEPSNLTEFEVEDYFLVDKFSKLLNNEWKSDLIFECGVEGKLFGHSWILYCCPCPLLKRISEVIINSNGQSLDQR
EIISIQQEFQIDLSIELDSNISVVRIAFENISKKDLLDILKLVYSGDWSEGINFQNPFSFSDYEAITHLNKNLLDREHIK
NSINNAYFNNIRQSTLENSHWLDVSFMIGNNILKSNRNFLSCACEYFQIMFEGNFTESESCIVDLTNDSEGDEKFYYHFK
SIVEYISTGKVEMTEENAISLLTLSNKYMISSLSSICELYIASIVNEELETPLKDCSIDLFTIFEISETYQALQLQKVVL
YSFASHLKEIKKDPQWKTFPYKELVLLKNVKCLLQ                                             
>Ngru_XP_002677795                                                              
MVHQLGSAVDEPNGVETPNLDDSDLNISQNYGDQIFGLVGTDLQDTSTLSTDFEQLYQMEHFRDVFFLVGSEHHDQELIS
AHKCVLAARCPYFRNMFTLGFRESNSSEENPIKKPNVLPNVFKEVLRFIYCGKVQISAANVVPLIDAAGELELPLLKKLC
LRFIEVIIIYSVALDHVDECFENDTFLTLLSEDSLIEVLQSDYLNLKEEYLFEKVVSWGMIRIDRKDSTLSVRDIIKNVV
DFIRFPLIKPEYLLNSVEPLDIVPHELLFEAYKYYSTNETSFVKNRRAVLRGDEGRINPNRKGIYVVQVFKQNAHAHYRW
RIPNYSKISKKHVSSPLIQIGGHTWKVVLYPLGDSFNTHISVFLSLVIENNNQSSAYCDFTLRVVNQKDMQNLSVEHECF
NEHFQKDSASLGRQQLLALERLNDPQSGFLVDNTLYIDVIIKML                                    
>Ngru_XP_002677665                                                              
MSYSSEEDYQEEEPFSSSSPSSPSSSSSGDEEEESTDDRYVRAEGNNPKRKNLNVTSNSSSSNMNFIQSNFNDHHYIYPD
SDLNYGFFLNTTANRRSSSSISGGDKKNGAAAFTFTASGQPFGISGGGLGGGDQTLISSSNSNSFSSSNSTPCGGFKFDD
TSKVLFSQQKPIFGSFNTSQPFGTNSGDDHQATNNSNSSNTNNASSTSSLAASEEKLFVFGSVPSSSSTSLSHSPTKTMH
RRGINVASKNRNENIDNIFNSLPKPPTFGYQQAVDQKDSTTGDSLSEMSQSLYSILRMAKVKGVTTKISELKSRKEPRKY
QIKSYPRDLILEGGMLQVYAFKPLLKIVAPNFCKNVICNEPLLHRLESKEIETLNFFIYMIYSKSSFTNFSLFPSLPFLV
FLMDVSKEDFLQQKSYFISQLGFVYLNTKNAVDILVGTDKYIALRNELFTEDISLKFLDQVRITCLEYIGANSSCKEFDY
NQDPRVKDYVLEFYRYKHVTRDIVPPFQTPVVIGGINIIYNFKEDSDAVVKIPDSLGGVKTIYCHKTVLSSASEMLEVNF
GPNWSNEEDEDGRAIINVEHLIEVASDPSVMEFIIEYAYGIFAPIKVSSKQVIPLIKAAHFYRIQGLLDECLYLCVNRDK
LSFFEVAESLEDHFEDETMEAFEDVMVEIGTANYPFIIGASDEELMKLPKRMLIKMFRKIYKTYIPNIKTL         
>Ngru_XP_002677608                                                              
MFGFVANNDQYMSLTFAEECKGKSFEEWRWEFYSVFEKDRKEERDGLLVAEYLQTRKFRKVPLTLESNNNLPLLFDSSFS
TEYFTLPTSEEENETPRVKELIITDGYRSFFNNDLYSDFTIKFMKQGKEINSLKVHKMVLAENSDFFKNMFSLGMIESNS
NELIVDLEEEKEYAFVRMIQSIYDPTILFRDMFLNYELILLFDKYGFDTHKRTLIRNVLATRDNISFFQYMFNNLFVYEI
VVDGHSNELIQAINRNPNVLASYRDLAPDLLVRYSKKSFLNEFQWNTFSFLYSAVEDKHLKEECFAIAQRKFSTPLDFKV
RRQFSNWKD                                                                       
>Ngru_XP_002677587                                                              
MLPIPRRENNDSTIVLINEEEQGSSSASVNSKYRVQDIAPDYYDDYKFGDEEDEEEEEDVGPSEQWASSVISYSSYWGVH
IYESSTPGSVTKISGRRENSNEWVTLWSGPATNGIHVARDFAPELTVKGFKTNAIRIDLSMNGGWTEIDAVKICGKGGVQ
KEEVPEISKFYRSLLKSGLHADLTVVHKSSGREIKCLKAILAARSPFLKTLIDSSVNNTIVVDTFAPFPALVAALDYMYS
SFTNVRPCHLIETFVLADQLMLPGLSEYCVNLFRKVVSSENIFVFYSAAKEHQSHTFLRSTLDYMASNYKSVFLQPDLHI
VEKSDLLTICKSLATKNN                                                              
>Ngru_XP_002677447                                                              
MEIGSNTSEDSTTTITTTPATLGATSSSIANNGEGGDIQGTTVTTTTITDQGQEASSADTQTTSSLFTTAADDTTTTLAT
TTASASDDSTTLDSATDVIASSPKGIKINKKPLEGSKLFTLAVIPNYNNATKEYKSLVQVDPTSSLITKYKSVPPPVDPT
LATTTTPTPVAAATTTLPTPTTTTTAVPTPVTPATATTEKVDVVPLEVIEQAKVIPGLFIEGFLPFYKSGLFTDATVTCG
GVQFKVHKMVLGYRSSYFREIFQTTSDCVIDEKSSNLSLCNVDQVFPTVIEYLYSGMITIDRYNVVSLKLLANFLDVDPL
KCEVENFLLSFINAENVFDVLDSAIISNDNSIKSICVDSIAYNFDILNQKLVEKVFDNDRKFPLDIFFSIIGNKNMKSNP
TEERVKIVSEIVQRFIDEFKAFDNIELFKNIINASVDSRSLDVELAIKYLQYCDSHVPELEEQSGKCSQILAANFYTLLN
SGRSTIIYDVLPNTFVELLRCDELYTKDEDQVYEIACNYIESNKDKLTQEQKVQIFKCVRYTYLSIPLLTKLKNDPLFVS
KEDILEALWSRVSRLEGKKNDESVYSTRPRKIRVFIYEKDFDTNGILYWLGTNYSQEAYTSPMDRSYLSVTASSNFEVGS
AKDLVSHEPTKCNLIGKANAFIIIKFETIRVMPTKYSLRHTMSRDGEALRHWTLSGSSDGINYSDIFTHTNDQALNLKGS
TGSWDLNCTSYYQYFKITQTANNSSNNNYFSLAGVEFYGLISRICE                                  
>Ngru_XP_002677434                                                              
MNLSPQHPSGELHTINSSLEILPTVSSSNIEEESETKFETVSDKNYMTPITQQEEASIDASYDYEDENIKSPPHTKQMHK
QNSENNLIISSSPSSSSILDMIIDQDSNINQEELEINRRNTINIVPTHFVHKRGSQELPELVSPYRKIATTNNLKAALKN



SSSASSSQQKLNKSGNSASYSKIESKSGDAYKSLQILTNNQKNSQVSSLNNGGNNESFSKYKYALENDDFSQIDFGLEVN
SAQTSASEITFPVPNKPNAFYGNAQNSNANGNYFFNGHHNTASVDETIMRKNSVIDDSVSDSGELEISKHYELYLICIGD
LDNCLVHKMLKTAGGQMYISNRQVSFILRNNNEKVTCTFNFYSQFNWYLMDFLKDEAKDCHGLLFMFNITHSEGWNELKQ
TISKNANNNNHDQEDVPPPLKKQANQLNLMTNVIIRTSFKDYQVHDLIVKRSGLFKIMLESHETWNLEKQDGKPIINLIT
MEKSIFNDGSEITQEDFELVMRYLYSDEIVVEELDGDRVKKIVFMARFFDLDCLNEYLLRIYGNEENLQYSGIYFQIKHL
LEREFTQEDFVAMVFNDYQDWETYTNELVDLICQQEIVPLEKKLKLLREQIKYHNQVTTITSDHLKPFEKSFPILHLQAR
SIFKNQIDHSHNCEEIAKLLGIDLSPINGTIENNAELLSSQSITNYLLVADEDNYGIIKLFDGNLVINIRCQEFDSAYSW
YLRAEDRANSNSVTIYYQYGNQPITKIRRCEFKIHCEQYKNCGLVNILVMIKK                           
>Ngru_XP_002677414                                                              
MKKNNNTVFFTLPIKGGCMYDNPNSFPDLQIKIIVNKLINTKNECFMEIKAHRCFIANSSEVLRGLFEQQDNQHILKLIC
STEFEAMHCEKAIKSIYTSITIETDEFSSMYDMYSKLGMKSHFEHLKQLWTLQCQNSFPVAIHTLRKFGEKNPENHMDNY
IAQLVLICIDKLITDQERAIPLHQLWLSKFIENQTTATNPERIISLIDSSLSEKYTTNEQAEKLIRCLFLKLDSKMTQQQ
FFNLISQLSCSNSIYLSFNVLPQTFKLEMVSTMLHVIKFSSFISTIPTSLFLQQNPRITFQTNSNSPSSYKLSINERELE
ELQNLYLSPSTDEDF                                                                 
>Ngru_XP_002677205                                                              
MTSLFARAATFRTLAPSSGLSILTNNVNNSSLAINDDITDEYEHTNTELNVSTISGIDHEGYGSDSESSSHLTPFNSPAG
IALGERTPNGERELLVSDYGNHKIRRIKSGIITTIAGCGERGFNRDGCVATVSKLSYPTRIARCENGDLYIADRHNHRIR
KVSAVDGSISTIAGTGREGYNGDGIPAIHADLYFPTGIAIDEREQELFISDYHNNRIRRVSLRNGLIHTVAGFGEKGYDG
DGGFAFYARIRCPTGIAVNQRGDVYFSDSGNNVIRKISTCGIITTIAGTGEKGFNGDQMDALDVMLNGPSGIAISQEGEI
LFTDIYNNRICKINRDRTLVTIAGTTEEGYQDGPVRMAKFNNPSDIAIDNETGDVYVVDGGNNYIRKISTTKYLNSGGRM
KKYYWDRVDNTNIQGVSYLIKMASPQFYESVLKCDILKKMSTTQHEIVQYLIDDIIYEPVKNWQDNYDPIDILSILGLFQ
GCEFIEMKKSLVKKIKKTCCQENIHFMMEKIEQYIEILPDNIILNQLFEYCICMAASFLRDSPQILQHSNILKHITLIAY
KISERTTPNIHIQENASEKKNLSSLFNDKTSSDVTIIIGKEKFYCHKTVLSSNSHFFEELFKNKNNEKDTFYEMVECKDL
KISEMIIKYCYDLLMISAIKSPPVKNSLLDYANLYGMRKLSDYCSLTLNKQ                             
>Ngru_XP_002676738                                                              
MYNLKRIFGFQVLNRFDEGSSKKLLSECDFSQAQQMAEIIEYMFVKDLSKQLSNHIKVKMATIKDVTTIVNEVNQWVTTT
LAQFNNQEEIVLTPIEKSYSYFSDKPYKANQNKITKKSDNYELNTIKFMHKGSFSIEQFFSNKIFEKQCITEKQPNPLSK
RFLHKSVFIRSKNCIVTYGGFAIGKGITDDIIKFDLEQKKATQSTSRKGRIFHTFDYLPHLNKMVVYGGIEKTGSISSDL
ISISMDFSSDVRSNEFLPPLCCHSAVTLFDTLYIFGGFNGSTSKYSNTMYSLHIPTLSIKSSASKFCPSERIGSAMTIVG
DNIFVFGGMDSNGNILSDIYRYNISQDLFHPILSDEYAINPKLCFSNMFIIGNNIYLFGGWNGVEWNNSLFETSKEEFKW
KIAKGYTNSISSDFNSYNPMSSIVPVSEKIIYLLGGLDLPFPFISILDTFATLATGKIDFTISNTKPSYRIFQHKRQTDE
FLLSQTYLNWFKKQIPEECDVTILVNIPNQVEQELFYGFKLVLVRSPVLSRKILEQEGHNKWRNLKHGSHAVILLDDFPS
NVENLRRSFNSVLEYLYSGSFSTKDLKSEDYSDIYKVACYLEIPLLYKALDGTLNVDDSLETKNLLSTITIQLDHLFSPC
ETISNIEDFMTTIDENPIAPGMVKIIAPTSLDSSTYQSILVHKFILTQRCRYFNAVFEMNFLESHTRVVLIEQNTFKGLL
SILHFVYTGNIVELDLSNAVEIFMSSFQFELEELMEASKLFIREHEFDVFTTIRLLEICETVNDKIMQDYCKYSIAKRYE
IVMKHDPSALDNLSKVSRVDINDLRKSVLKH                                                 
>Ngru_XP_002676409                                                              
MTCLSSDHKYLFIAGGITANTQHDDLIVYDLTKGRLNIYRDIMRVSNEMNANSNPILAGQFMIEMNGDIYIFGDSVYKIQ
KIFKPQEICFTPGMLNSWYGGFYLYSRRTHFSFNSTIAEGGIDVFVFGGKTLANSILDDLYIIHIPNNVNNQIPMAYAKV
EKPRRGERDWPSARFGHSSCIIANLMFVYGGMSAKNQLLNDLYVFDTSTRVWTEINVESMLPPYTGTIILSNSKEVNQFL
EFVKLVSEVKHFPYIQKICSMDLRKDLSLTREILEVMHKDFTSLIDDKTYSDLVIVLDHDGSNQPPPMEEISMEDELLSP
LSDSKIPSSGIFVHKLIVSRSPFFARMFVTSGMLESKEKVVHLTDYSKEIMMDLLKYLYTDIIQLSPRNCLGILVYCLML
DLGDLASCCRRMVSSLVDNNNVWTIHEIAVLYNEKTLECSCEQYIANNYATLSTNSFFLELPDMSRIKIKQIYDRKNKKK
>Ngru_XP_002676083                                                              
MSSLATRAQLYNPVGIFVSSNNEVYIADYSNHRIRKILKNGNIATIAGKGTCGFSGDNGPATNAQIYYPSSVFVSSNNEV
YIADQSNHRIRKILENGNIVTIAGNGIGGFSGDNGPATNAQIYYPYSVFVSSNNVVYIVDYGNNRVRKILGNGNIVTIAG
NGTSGFSGDNGPATNAQLNNPVGVFVSSNNEVYIADQSNHRIRKILENGNIVTIAGNGTGGFGGDNGPATNAQLYIPYSV
FVSNNEVYIVDYGNNRIRKILGNGNIVTIAGNGTSGFSGDNGPATNAQLNRPSSVFVSNNEVYIADLNNHKIRKILENGN
IITIAGNGTKGFSGDSPFDIRMYPHIGNNLFTGSSILYSKIQVHNLCKHSRDQLFGLQIYGFIPFIEKISPQFSNILKNE
KILCLMSSSQQEIIQKLIDSLIYDKDKVMFSKEETLDVLFILGLFKNGEFIDLKRSLTSGFVNSLTLENLLLKWETIEIL
LKICKEEFNVQNYILDHLNNYCIEYAVVQMKTKEGNALLSTLPIIMRNGATIFPKLIITQPTAINIEETIEIKPQTIESL
YNDMKTSDVKIKMGQNKYLYCHKTVLSFSSTFFNALFDSGSCFSDLSDDGVFTLNEPEDLELLEIVIKYCYGISIDKIDP
VKSMGLLDMAMKHEIPYLVDYCKNSFNLSIDNYFNMLEVCENYFDLQLFEPCFREFVKFSIANRKQLFSDRDRISKLPEK
VLQEMVFSFSQDF                                                                   
>Ngru_XP_002676026                                                              
MPPPHPLVSATITATATTTTTNSVDVSAEVKPIDTTKRYQQDNRVDINTKDAFANGFSKYFLNDLFSDISINHIPTNRSY
RCHRIILAHQSQFFESLFTCAFRDSSGSVEVHFEDTESVFEKVLEYLYTGKVNIPVTSIVALHVAADQLICPDLSNSVMN
LLDQFISNENVFSFLDDSLKLYDDGILEKACGYIALNFVQLIDEFNLIFLDLPPQVFFGIIAHENIGKGPGAKTKKCALI
TECVNEFCKKNNVLENVEMLKMCIDAMAATESITPDSAAFYLMECEKHGLVEHQSACTRILAANFNDIKDTTIINQFNPD
TFSELVDLDELNVKNEDQVFEIVLSFLVNKKGLDLEKKQVIGQKIRIPFLSYDKLQIIMEKKEPILIESIPHDVLSESLL
ERIRKLEKKGLYKICGDESPKYLRPRTARLFTHTSDFDEGGVLYWLGTLYHTETYSSPIGRGLLKVTTSIGFEAGSDEDV
ISRVPVSCNLINSPNTTITFEFVSNMILPSAYTIRHTNARDTECLRTWRFQGSIDGLTFTDLKVHNNDSTLTTKSQSATF



PITDCNEYYKYFRILQDGPNSSSNNYLSFGGFEIYGAVKLI                                       
>Ngru_XP_002675918                                                              
MFHFATTKKTYTVEPKQINIDVDDKIIVLSVYAPSLKGYAVPTTQTYQISIPNDIVIKKAIVSQSNLFVIDSEGKLYKCK
YSESYSILKLVDTINDSVLDIVGTNTHLFLLGKSKVYGMGKNDYGQLGLGHLDTVHDFVPLNFFDRININSKKYKDKVVK
IACGDAFTLFFTNTKKIYTCGSNYYGQQTFENDSVYLSTPQRITELKENIVDVYCGRSYSLFKLSDGSYVAYGQFLGETP
LRNTKVIPTLQQFDRGNRYSTQIEYQNNDSEDVLLFCNEKTTNNMHIQTTDGMNTVMVENTSVNEPVLIVNFGTDSNARV
NFNDDELIFYKSDYSPHQVEKSIYQLVSEKAKQFKLSSDTIQIGNSNNIYTFLAFIQIRNPSFYTFLKQDNLVNSENSPN
ILQDLVDYCFSENCSFMKKYSTSMIAELLYYLERMCVDFNDFTAPLMYLSLVHISKCIGFEPIADKFIKMLKQEGIDPKI
LGKDLSTFMKNGNFATLPTTHSCLESLFNSDSSDTTIIIDQFGTEKIKCHRSVLIAQSTFFEAFYTGHFASDEINLFNDE
DVADGALINFAEMSDEEKQLLIDPESQIKTRALKNILMMFYGIEPVVENDLVIPMLDIAHKLDAEHLVMKCLKMFETSLD
EESLQVINQWLSGVEDKTDVQNMILKSADNWSNEISQRNILFQNPELENELTKDIGILTHYQINKEFVPNVTTHFVANHL
NTEDYNFLCAVAGNCAIVKPEYIQKSIESQCWIDEEPYLFNKCAHEFDSKVQTLLKVNQNHKALKTFVFSHMTGQVLLRK
HTKSRVECLIRSGGGKIDNFYANLVLINKNTFSKHKKIGAKCENCVVVDYRNLVDILMGENPAKHEIHSIHQVAIANAEK
KKRKRDPNEIIEID                                                                  
>Ngru_XP_002675610                                                              
MEHSDSPIFSMCKTGDLHGVKNLLTNDQTRQLLHAKDAHGNSLLYYASLCGRISLVKYLSELGLRDDEYRRCWWNALSLQ
TRSVLKLFNDYKNIPSTSSGMNTESNVLSVMHKLLMKCLHNDLNNSSSDQLLRESNSGEDMILRFKFKDQNQPTEFKCQS
WIILSRWPQIVLFALKKVQLEKVINLPTLDKHEMNLCKLSAQDFENYVKRNNTNVIQQRLTRIITQEKNKLKELKSRYSM
ILGIPNLDMCNQALAKENFEMAQTNLKCIDFGSINANKEHFELALTYLYTTKIPPISDKYDIYCLMELGVMLNMKSMVDH
IFNMLREANDNQQEDVLLNDLDPINYLFKDCKSKIDSLKKTSCNMGLKMVNSTDGKILLCHKSIAMSRCAFFDVLGNCDF
EDGLKFKQQEATHELPVMELQQFSLESTLQTLLRYIYCEKAEITKSNAVELMHISDLYGLSSLSDKCEQFLCENTTSRDG
NLFELYKLSIEMERKKWQRSLEPKALEFIEEQTRRQKINQAEIVRDLEDLDLNPDTIKKFKNASNSAN            
>Ngru_XP_002675386                                                              
MKRSLATTHSSESNNGESCDAANDENKLKKAKMMMATDAMLNCPVEVFVAPNDEIYIADRDNHRVRKILKDGTMVTIAGW
SFGGFGGDGGPATSAMLDFPTSIAVSSDNEVYIADLGIYRIRKILRNGNIVTIAGTGEEGFSGDGGPAINAQISAVWNIA
LSQNNELYFVDYSNCRIRKILRNGTIVTIAGTGEDGFSGDGGLAINAKLGYPCSVFVSKDDEVYIADSQNNRVRKILRNG
IINTIAGTGEEGFSGDGGPATNAQLNVPCGVFVSATNEVYIVDSGNCRIRKILRNGIINTIAGTGEEGYSGDGGPAINAQ
ISNVYNIFVSQNDEVYIADTNNHRIRKILKDGTIETIAGNGEKGFSGDSPFDFSSHPHIGNDYTIIPKIQLKKHSRDELF
GLELIGFIPLIEKLSPQFCKIILKNEKLLKSMNSQQIEIIQKLIDSLIYENVYHFTEIERLNSFKEYDILNVLFILGMFK
NCEFIDFKRVFVNAFINSITLETLPSKWEQSENLLKFCQEIEVENYILEYLNNYCLEYSAIQLRNPQSAKHLKTAPIIMR
NSLNIVLMLEVTTTSPMQIEDTEIKLQGMESLFNDEKSSDVKIKISKDQYLYCHKSILSSSCIFFNALFESGSSFSDLSD
DVFTPDESEDLELLEISIKSCYGIPIHNSFSFIRLIDIALKHENQCLIYHCKKNFSLTIDNYFEKALECGKYFHLDCFSS
FFDTFLSFGTRNCEKLFTDCAKVGQLPEQLRNALIIDFTLVLSFSSRPALTWRYPNVYYDDPEFGVRF            
>Ngru_XP_002675262                                                              
MTKKKGGGGQYHLPKHLRNSGGGGKGSGGGSSTTTTISNSNNSSTNYNSTNADVNNMSASTLSHQPIEVLSRMSPQKLLE
TVGCSNSSMMELGEAYYLRLVYIDPDEGMKKKCKLLQEYYGNLCKLFELESFVTELEVDVNIVHQNAQLFEDIQNVLSAI
SNQITTYDIRAMLYKLGGLTHACDICCTLVFIIPHIIDKSLNAQCSKFIENSLLALTFILFKITDHSRGREILKQSGMFG
TLWNISQFYSQYIDKFLKNEGQKTEWYKVDSVVSETVTSILYHIGEILNALTEEYALEDDFEKLLITANPKWFPTIGMNE
KFGRFTSDIHFAILDLPDLLDWNPNEFNLYITGSKLRLSVEDFDIHAHYPVIRARTGSKFLHTANVLKWNPQTGLVEEDN
DNGPGYYILRGDHHPRNTLAFVKFIQVLYCGNIKKYQSDFEYLNELVPSSLGIQEQQNEIKKKEDEMCDSLHSFSIFIHN
EETKKSLRLIVPQYKNSGLSSSVSQAYSCLFDDTDKILFTLHVRGSYGSQNQFENYKKAYIRSLSYNKTISPINADFKAY
FSNQHLNLDQHYDIQLQSYGNIVDEAIASSKNVHYNKVLTTIKEESGIPSHRCILACRSEYLRKVLEYESLSHNNSTNMD
EFVVQDISATTLWIINQYMYSGTSVFERNPIPSEALIECFVVSDLYMLFGLKKFAEEKLCEVLAQWKNLFSKWKTEDVSG
SSEMAIIEELFELATVHVAVNLKSDSYDLLKEYKTKTSE                                         
>Ngru_XP_002675177                                                              
MSDLDNMFGDLEIDDSNIPEPPQVVEGEKKEKKLVYKDMNAQGMKQIFDREEYSDFRVILQQTGKTVYVYKGILAARSEF
FKAITEGGFSEKTDNELVVDDESEEKALLPLLEFCYTGEISIPEHEVLAYYFISDKYQVLSLKSKCSDFLVGNLKPENAV
ENFVEYYTAAERTAGIADELTEKIIKRSVLYILKNFSVICKSPEKRQIMLNMDFEMLNRWLSPSIEAKELRGINSDPSTF
LRFMLEWVSQDISTRGSHLPELVQMEKKVEYGTVSILRDDGAELQSIYGEPEFIYETSATEISGAKITKKTANYSSIYVN
TMLGYGSSTAVIRWKVKIVTFNSWIGIGVAMRDVVEKKKLTFSPYDKHGTYMLSQNGYIWNQFMKGSTKYESVGCSFTVG
DVVILELVCAKKELNFYKNDTTNKLASFSNIKLPVYPSFMLCGTECIEFNWDLEEMKNPNRSQILILYRKLLRTGYQWPR
WETSADNAFMGDYILDKTKREFRKNISAVETGPLMEKARKELRFLHTLQADYFKKQFVLKRNYAEAAEEIKHD       
>Ngru_XP_002674836                                                              
MSYYLNQLEGSDDDEYYSEEEEEEFDDDDEIIHDQEEEVDEEEDSEERAAAIEQQKASLSIQTLSNKKQQNKQKNKIAKT
NTSKKKDQQQESVVMSMTEEELEYYQNLKLYGISGPKNMNKKENQVIEEIKFKLDVLQSSKMFFESVRPTSLTIISGNPK
YEEQKRYIMAHQYEARKGKHYNNDDAMIEGEVVAPKFLFQDVSSSKIGEYVRNLMNRVDHLSTLSHDERSLFIYGGRTGT
LLHDDLIRYDFMTGKMVVFKNLGFVSHCDGTRVQVPCPSISNSEMVSCGGRVYIFGATYGFPNSLDSVLTRAHFGYFWGN
RPNTAWTNNELVILCMDGVIGFNSGLLGVDIPRVNTTALTERSHPVRSATSDIPPARSHFSMVKMVKGSNLVEAIIFGGK
KNTVLDDMYTFTFSDRGQTYEVKQIKKPPPSKKDGLVTWPCARYGHTACLVSNLMFVYGGCNVKGKLLNDLYMFDISTQK
WTEIICDSMLPPPLFKSQSFAVNNQSIYIYGGQSTQENSNIPPTISSSLFRFDITDKKWNIIEIITEEADDIQNNKAVPC
VGHQTQIVHGKLLRIGGLANNVGDPFVKLLNLNDPGRPIPLCSYLSSKRADGFLCDVVFRVRDVLGQEIDSLSYVLAHKA
ILKARCSSLHKMILASTETMSTTKLSGTFNDEMSEITLVDIEQVDTAVFEQYLNFLYSGSLDLKSLNEVNSFLEFAKTIS



PDNHYPAIVKICTAEEQKDLEVTKLVLSQIHKDFSTLINDHSYSDLIVVLDQGDAVAQHVGGPTEEIFEEEPFEIPETSF
ETNDATAELEHEIMSPLTRNTVPTGGIAVHRLIMSRSPFFSRMFVTSGMMESKERVVHLTDYSTEVMLEVLSYLYTDTIR
LSPRNCLGILVYCIMLDLVDMASVCRRMVVSLLEDSIVWSVIDIAMLYNDKTLESECEHYILNNFEKLRGAAGFLNLPEL
TRIKIKQLYEKKAEKKSKK                                                             
>Ngru_XP_002674680                                                              
MEEINVHIAGNGIGSEGDGGLAINAELEEEIFFLYFHPITDDILFPDSGRIRKIDSSTQVISTIAGSTKKIYDSAENENN
GDGGLAIDASFYRYSYGLVIHPITLDIYVFGGAYIRKIDSKTQIISTIAKAQNQIYNFTLDPKNNILYLAEKNRIVGLDL
STKNQHILFSTKDEITSLDWDINDQRLYFVKSYIQYCKLDPITKRITILLKSDFDEESLVTQSQNKLRNIVDMIKDPNSD
FVYFVDEGFNEMRIVRMNSLDNSIVTLTKSKDTLWLLNVDSNGDIYYHIQTGSSIFKIVRMSLLKKYERDEIDNTSLVCC
RYLLDVYAPHFHDFLFNDEIVIKSLNKNQEYIIQHLINSIIYQEEDQWFDKYDLIDILDILGKIEGNNFMKLKRYLINKF
MASINNQSCIETLEKVSKMKNNSKLMQEMFEFTIEKIADLMKFTSSELVNHEIIQQNILLISGKFNKVHNGQPSPIIIQH
SPISRKISSIESLFNDEKTSDIRIKINNTKYHCHKTILSSHSTYFESLFSNNFQDINNNDYEVTTEEFDENAHEIILKYC
YSISGNIELDTRIFKCATFYGMQKLADACVEKIVLNENNYFEIVQQFSSIENDLLNQKIIEFGFINAKRLFADEENYSKV
DEKIKDKILQKFITLARTPKRKH                                                         
>Ngru_XP_002674458                                                              
MLSLSSSSSSGGGAVQKTAIDEEAYIECTEKTLSMISSLYLDEEASDCVLISKNGKRFPALRALVGKWSTKLKELLFVPE
FEIGKELVLPQVTDLGLEIFLKVVYFGCTKDYTMDKFIDLYTFAHTYGMQEIEEMTLEIMRNAAVDADSSFLLLENCSQY
LEEFKEINSLKKTLLTKISADFDTVCESQHFVKLPIEDLKIMLAGKELICSEGNLFKSLMRWIEHDKENRLQYLDYFLGE
IRFPIVEGEVLATVDSHPLLVSKRDVIFPKLYEAMRFNLNPAMIENKEDKNFRERDCVLYDFLPKGMSIKFTNLGATGKN
GPTVIGSQYDSCKFLKNKVKLENGIQKWVVPATGFYKITAAGARGGKNTYTTTFREGYGAIVSGVFHLKRGRELSILVGQ
VGGDCTNGSSCGAGGGGGGTFVVDSDTMKPLIIGGGGNGANWYSWTVQSPGGQVYTKGPAEARSQKAAKGDRGGGGGGLF
IDGGAGDQCVGGKSFKNGGEGGTFSNACGANGGFGGGGGSLYEGGGGGGFGGGECTPQNNYGVHYVTHAAYSYNEGVKQE
GTPDSNNGDGYVELVRVIISQSEYEKEKKTMDSTVVEEPLSPSTPALIGSSGLFD                         
>Ngru_XP_002674389                                                              
MEPFDDIVTPTKMEAPIDDFTSDQTPQTPGSAIDFGALSGLEVDVAEIENPDAVQEKLASLYNVEECSDIVFIVRNRRFF
AIKALVCGWSPVFKSMLCGEFIESSLREVPLDDVEETSMEMFLKVIYSGKTGPYPIHNFVDLYAFANRFEVPEIEKLCLT
ALQEQNLAKHLFPLIDACEKYIDLEEIEKIRTEVVAKICCEFDEVCSRPDFVNMRIDYLLRFLKSGIIVIPEDVLFNSLM
RWIVHDKEQRIQYLDELLSFIRFPMMESVALTEIENHPLLQDKMDEMKSIIYEAMKFQLNKDAIPEERRVHENFKEREGP
PEEDGHSYKYKKVFTLTSLGCTGSVKPTSIGTHYDKHLSKVITLKNGIQEWKVHASGKYRITAVGASGGINPHTTNTKGG
KGAKVSGIFKLKRGQLIQVLVGQKGEDATGSTGGGAAGGGGGTFVVDGELQQPLIIGAGGSGANWYSFTIDGPGGQLYDP
SIESTKSVEAYAERGGGGGGFYIKGANGSSCTGGASFLEGGSGGTNSTSTYGAKGGFGGGGGSEHEGGGGGGYVGGKSLK
SNEYNTSRPDYGAYSFNSGLKPEGEPACHVGDGYVEFARVF                                       
>Ngru_XP_002674155                                                              
MKTTNKASDSSQQKTPSRKRKYKEDNEHASSSASENTLHHDEISSTTNEQKENNSEANHSLETQELIVERIKRKKTLEPV
EPSPLVEKLQEDTFQEDEEDYDIVLNHGFTLDKQDILMAEQQTSFVPIECLLLDEGDSVPDFKTVSSNHARKINLLKLSK
KHKYILLYFFRDNKEKLKRTDLSQVFSEDLSKFKEKEIAVIGISNSKTLDKSNEYEQDIILDKDLKICREFRCLDAKLKK
PQSVTYLISKDLKVLHIFHKISEHQIVEEILSFIKEVESGKFSEQLKAEKKLTHFPLMDSIHDASSRLLACITGETLHDN
VVEFISEGEALDTLFNACHEMIRSLQVIEPKTRKTWEIIILYLKKTISVCHKIHKDYSDRVSDSFIEFWPKFWNKVFNLF
SELRNDERITSLQRHELVDKMILIEKEGNLGSRMGTCRSTFEKKEKKRYLHIVFENFKKRPTREHFLEIERNFYDHSSDS
REEILQKMIDFWIKNIETHAKDILFVSCNGKHAKIYEIMKMLGTDIESSFEEMHAAKTIVSTYPDFVKELALSRMKSICT
KMLTVLNGRMKYLMSTNKKDSSHLQLLTHFNSKKFTSTKQEELIKTIDTRFEEEIKSKTEQHHQGIDIPYYKFPPIGKVF
QDWTLILREAIQKVKKTNQFKNMEENNQAAQFEEFQVLQSIYADDIQQLSPSCSNDDNNNLDHGNNIEDNLLSFRLKIPS
LIERQIITSKKTDHLYHLFQTGLILSVEFPSGYPTSDVPQIKIQSAMEKVFIYCPPEMYEEHEEFKEMRRVAQEIQEKEI
EDLLEILNNKARDSIGQVVMFILIQDVEDFLVEKSSAIKDFDSELVNKGNDIQKPKVKQSNPTDDLEKLERTILHYKKDT
KKGYYAFVDSFYSSLSFTKECVEKKKGMQRMMMTSCNMDSKVYTWGGLTDPKTYSAEIYTGRITGAGIEWQTAGKLASPI
CGHSSCVYDNRLYTLGGYGKSGYTNDFNCYEWHGGFTSFEKVESIASDISPRAGAAITQSQGRIFIFGGHNDGQIFNDMH
YYDIETKLWTNKTTQTNFVPQLTMATLLMRDSNTLVLYGGFDGSNWNTNFFEYNIKENRWLIVPSVPDNDFDSAATAGTI
QTLTDSYVLLGGCSTRSLTFNSYGAFLNRILFQKKSITSEHSVRCFRSDKILKSQKSAVVAQSETYFKWLETTQPDDADL
VFIFTPEEEESEVLTEREKLPCCAHKLILQRFPELKKMIMVAELRKLGLDVNSSNLDSYELNHGDLTYIRINYVPEVKHL
KRAFIRVLQYIYSGMFDATDLKSEHFKDIFQMAVHFKITLLVQSLLREPSLSSFLSHNFKTLEKELPSFLKISPNEDVED
IEEFRSMLSNDPNSVPDVKQGLVRILAPDHTYNPPIYRSINVHKMILCISSKYFAATFNSQFFEAQKRILIMDSISIQSL
VVVMSFIYCPSYPLDLNSGNAVEIYVLSHLLELSLLQDKARATIKQFEFDEYTALHILEIANEFGDAVLQDYCFFLLARN
YDDILQRDPQIFDELTPEQRVNIYKKHLIKK                                                 
>Ngru_XP_002673908                                                              
MLSSSFNNMERMLDDNHNNLIQTGDMITIHVDNNISKPATSTEGPSGSCEYLTGKFSKRATTPSYYHLLYNDAPVCPPDF
IINIKLIDMNMTTVSIKVHKVFLALESLYFRTLLNSEFTESTNSVVEFELTSVEKDIFEQIILRYIYGERTLDIDKGLPY
ACTLCLAHYLQISPLECQLLQQMTKTSKYTEQHLLYYSQLRDHSMLAVNSSFLSQSLTAFGKDISKKRDEVMNLPVEFFL
WLVSLDNLNVSNEDEVFDLIQEYIIRNEKSIRQNNPEGFDQKPDIIEQVWSNVRVCFLSETKLLSFMDQPSISTDLKISM
LRKKTVYSIYKDRYKKVLATKQQASTETTAGNASMSVETNSGTNNENTVVKKEPVPATNATPTPSATIIANELMINLDDP
QFIKRGNILEHLITGSKGVIQIWDVNTTECLSTFPTDSFVRCLALYERHYLFSGGHDKKIKKWNLRTNECELVLKGHHDY
VLSFALVDDCLYSAGGVGDSTVKKWNLKSNQLEASLEGHQKAVLSLITYGDMFVFSGGEDSTIRKWNVRTNKCELTIQAS
VHGDDKLWCLATFGDSLFAGGSKGTIYQFNVNDGRLEREWSAHENIVWCLLVHEDYLFSGSKDKCVKRWNLNTPNTDMEG



ADPTNTPYVCEAIMREHTDSVRSLNVCNNYLFSGGGDEKIIKWSLLTNQKEAVVTAAEYICSALLA              
>Ngru_XP_002673834                                                              
MSFDGLVFKKLSEKKQNKKKTTRKILPSNKKENRETIILIDQEQELNNDDLNVVVDEKVSNKELEINLDLDVSQPLSLFF
DALDPQVIILSGTAKYDENYKYLMKNEFTWYNYKSKQEMLEKKLEYPRFEVEHYPRAKSFSFVQQLLSRTEYLSCMSSDC
KFLFVYGGRTGNVMHDDFISYDIASNVLYVYKNLYLACHGPFYKNIRLPIGLIGYEMIELDQLIFIFGKGEIHRIEKVTD
PLNLSYLTQVERSALPNRIHFTMTKVLIENKLYLYVFGGKSDKGVLDENLYMIYFNGASYNPFTCTTYSPPKQFKELRRW
PSARYGHSACKVSNSIFIYGGVTTGDKILNDLFMLDISSKTWTEIIVQSIIPPPLFKHCSFSVNERSFFIYGGNKSEGIS
DCFYGYDIIDNKWNFIEIVSDEMKQNISGYKCLTTLKGEVFAIGSSQKEKNHRSFSKLLNVGDSFKSVSVLQYLNQKREE
GYLCDVSFQVNDLAPSSSSPYILAHKCIIKARCPILYQKIQSSKQWINTNQLEGVFLEKEMIIVDIAECDSNTLMKYLKY
LYTGTIHLKASESLPFLSFVQATSEQKHYPIIQKIYSSAESKNIETTMEILNTIQNDFNTLLGDSVDSDLTLVLDNNNET
ANQGTNEEVIIHAHRLFLSRSPFFSKMLVSSGMLETIEKTVHLKDYYKEVMIDMLKYLYTDRLQLNPNNALGLLIYSLLF
DMDELASCCRTLVASLLDKSNVCSIFEVATFHNDKALQNACENFMVDNFQSLSQLPHLLKQYPNKQEFPFNKSMKSSARK
SSKKRRNQR                                                                       
>Ngru_XP_002673817                                                              
MLYGVGKGFFTPFINQNENTLQPVPFFQYLLDHPDDEIVQVEMKYNNVLIRSQMGQVLGCGLNSFGELLQPQDRQMKRFP
VPIFKKGIRHCALGYQCSIFLDFDGIVSWYYDGRVFKLDGLKLGLEKVTIIGDTPFAIAKYKSFRVKSTGFVDCTQPKGN
EEPAFYFNRGSMKYKYEKKYGMITLSGSSLPHFFYEHCYGSVHFNSVNSKIIKVEASETHLVNLHFDKYLTSFGSNQFGK
LGIGSTAQNHFISHEAVGDDNFERLYLDFDNSLELDVFVGPLCTVAVTYSNQKTTIDYHAKSLLHNLVVINEEIEDEPYL
QVYFPLIEIISPDLCKVFKNEKLIKGLSRDELVLSRELIIYICEVIPYINSGKQSCIDIFHEDNFLSKYFDDIKSLTLFL
FLLNDVRDCGIDLKETIFSKLSTFIQVENVMQIIDQISDYLSRKVLKNSHNSILMLLVKKCIAFIKSNYTQVRYLHGADE
KLLKLSSRIEESKQSFQSIEVTWNEEIFTQVFSLSDAILLCSQHNYDCTLIIDDKGTEIQVNKQIVTKSSPVLAVYFEKY
SSSRISYDVFEFVKSEEIGAETEKIEAIRILLSEACNCNYSNLRLCSDQTFIYILSMSHIFEMKEIMRECCKIMLSERLN
SSNQESFLALSPIYDDDTNMRLLVFLLKNLSKVSSIAKVLPRQWEEKLEDYAHMVNCENGVPAWMSVNLPKESLTEEELM
STISFITQYEGPEEYDRSSEIRRR                                                        
>Ngru_XP_002673756                                                              
MVENEQRSTTLSSVDASVQEPERKKIKANNVEELVEETKYWYHIIASLDNGPVNYKSFDQLEKGLTDREKVIENINQLWH
VHKARLILESLDLSNPYWNEDWFELTNNVGELPDTEYEDVKLKDKVTAEELGLTSEISKDLLKEYISKREDIESHSLFLV
EKLFKKCLVQSVEEITEMIDKCIEIDEKNVEVYFRQLMDSDLPYDMSSRKTILDQWSKYILPQIVKTQNELNMIDDPVSL
STNEESKTVSKFVLENDSEDTDAFLLETMLFGDEEHIKIVKQDEKDDEEDFNDDYVPDIFYCSYLFDMELPDEKGKIGSN
FLGLLHCEHNNSNENIYLKIIEIVMKMHMIGVAPQEHQEIEVSELRLAVSLMILDCLNKELTYLILSQSKESTYMLYRPL
VRAILDQFIVDYCNPTKYDKYMFVICTNPDIQPMINVMFEEESVVDTDNLTWDVVQTQRGSCLDEEEENNDVQQSVKEKH
PIWESTVDKLKEKYFTHQTEAHSKISRQNLDDSMYITYYTDRDNAISEPLSNQNLVSFYRYDFFDYSEEPFTYEQTADNL
IENRSIDCYYKNDKSLHLDLTRLLRRGGVASFDEGLLLEAYSTLKNYISLSLQTLEDISEDGIVEVDHVEKVAKLLAIKG
GTNGREYIRLELPYYYKLDYQQDTPVAKELDDVRDLEEDLLRGTEIVELEPVSASTNQEIPEGLGKDLYNALNNEQFSSL
CDSFIQTEDGAKVGVFTPIIKDRLPEFYSQYFDSEEKRKNGLCITSVHFEVQEGEQLIFDEVVITKWLTCIYTGIFEIES
SEEEKNILTIEKLLAKWVPREEVSLKEPKHETQPPQATAIMIDENEEEDSEEESSEEDSEEESQAYQEESDSDSEEGIYN
YSDEEEESIYYKKIKEEEEKTFKCEPLSRLFLDEEGKDFSLVVNSHIVKVHKYILSIRSSYFKVLFLGNFSDKNISEYDV
SDFLKNPHSLDLFVYFLYHDTLENENFTLEHYKYQNLIDLEEFSQFVLSERLKSECVSKLISHSTLEQTVEMLRTSLEAN
KEEVFNIAHTILLKTQYPYFNGTIIDDVTTQYYQVMCTSLTLENSLVKLDYLNKIEQTTTALHPFILNQIKSQIENLHWF
IANRASSLDNKFIRTLPQPVQELISRFFTHDNLGMASFEEVTIEE                                   
>Ngru_XP_002673632                                                              
MGNQTARSFKSVTKSQKQKNTQHKMISDTPTSSTEELITNFTKIPVTRPSSSPMSDMVYRCHVVEQLKDLLNNEKALMKR
NLDFVENLKDVIHRISNTIGMRQNKNDVFRCGGLKMICLLFNQLASYTFDDLTEGSVKQKPWKELEETISDISYILYKMA
EHTRARAVMITTGVIYSMWTVAQRFTNILELFFTDKSTNTTERPIARFYRLRLEANQQIESAIYHMNEIIELLSSELSLS
SDLTDLFKSANRHLNSATTDEEEEVDSFGLQSCDVFLGFVDLPLTEWSQKGFEMFLENNTNPSLNLSLSDFDLNLHSSII
NARTNEFLDRFFVKWNFDKSENQKAGFYLLKRDQGIGKFVLQKFCQLLYCDSLIFTQSDIQHLKDEWKSEVDKLANAGED
TSDMEFSIDQTFEKGGIKILLESLKNASTKTNIERLLNFKEIIVLNADTSLFDEFDENLLKQEMDFFFKENQERDNVQFF
HHKKDQIKEHARHTGGLEEDFTNVFQSIARGKTDDFDVLMSTEGNELGQVDTEVMGDEKYALQSSWLISAQEMGGMACHR
CILSARSEYMRKIFKYETSPKCLVKCEDLKWTNDMELFNKEVKSIQIPNLSYSTLSLILRFIYCGENILKIDAKSEGSDS
YQLIPQTYVECLIASDLFLLYPLKKFCELQIMSQLTSMDEVDQEFAIMLLNIALTYNCSDAFKQKCSSYIK         
>Ngru_XP_002673613                                                              
MLCANNSTEVEETSVKRKREEDFVGHNKNESAEEHLSTTSSSFNEVVDDQIEPQVKKIKTELELKAGLVDEDLFPKSGSK
LYTDDDETRIEDIWHVKYVRKIILDVLDADLTNWQDSEGKHLLDELIERREEIESISLFLAESMIKKVTIHDTKYIKEMI
SNLNIPDMVKTLEEELTEDYPRGSNTLKYWLKYILPEIVKKQNELNLIESNEESEKLSPEEEKEKDEILNSMQYDEKEED
GYAFLLDSCNLSVPSEIKTMIDNEEEKCEEIEETSDDYIIDNLFNEYIFNKTLPDERGEHSYNISPFKGILTEDAASLQE
DNPFLSILEKTIRMSTNNEYKEEHQDLLVSPMRLGLSLLILDCLNRELSLAFNRRYYLYFTGRPIVRAVLDHLIDFDPNK
VYFKQPPGLVEMNGRVFSESLESRITEEHIRQVKNVFDISKPIFNNDDYGFEIDESDTESESSDEVIDETDDDFENSTLF
SEYGEHARDDFKKPRYENFQYGPCGGNINVRFTRSEHPFWSSFPLSQKNLVMLNNYQLNSYCPVPLTIESSSDWLYTEEK
LDGEEEIQVPLHQQKIVSLFPNELDEENGNMTIPAVDHLIHVFSDARHQPPTQNSIHIDINRLFRRAGNMSFSSGALVEG
FLSLKSFISRIIETLMVIKRDDLVTKLDIVDALNICNYTHYPDLKISQPSEQKYIPIGELKFTTEPMVTPENFEDVQVEG
LEVFLSRTDPNGNEMSEDETITMNADYDYVVNNSTFADHITLFLNDPNLYNDSFIELNGHRVHIYTPIIKHRCPKMYEEH
FSTPEKRNQGFILNNENDFTFDMVFHWIESYYLGSFQPMNDNNRDTENFYLLLRSYEIKYNAVYKGDYSSDDPEDLKDGE



EYELDGLDPSNTCFTLHSLYNDEETKDFQLSFVDHTTMEKKTRKVHKYILACRSPFFRQIFEGNYTDRVTDNFDIGDIFK
DEKSVDAFIYYLYHNFIVIPTLNPNEFEPRNMGYFDLKDILSEKDTSTKQDSANLCAEENEINLYLSLFISSDYLMVDGL
KNLCENVIGSLVDEENFAQLLEFSNEQSSETIFSFVDNFLLSSSLVLENPQIINQDISLYYTYLSGPITLENVAERIRLT
LELVDKSESQLYRFHKERLEEFHIPQLVSFILKNYDFFSQQEYFYQPFNEIKYSEYQSVWEHVSAKYWEMNPRY      
>Ngru_XP_002673527                                                              
MQIHSQEFVDTTPINTQTHSQVISPKQLNVKPSFIPSIKHENPIISQFLTTPENTTITGEDIHSEQSLLREYSITFQINL
LGNGHGQWRVLFHHGNANTVRQPACWLCPGSNLLHCRCDSSVADNAGFDSRQEIDLNRWTHVGLVYYGPYQFLFIDGKLD
KYEKFGQYLKRNDNQNFHLFESGYGYDRANAQIKNFRMYNMALCDVDILEDMKSDFPISMSTRLEKALESKSDSFLRRDL
VQLLEMKEFANVHIACSDSDQILYANHAILVARSLYFKTLLSTQWNNSKEYTSQNPFVMKVEFEYLIMKYILEYIYTGTI
KTKDGECIPMETLLKLTQVGNQLMLTEMEDLATRFIIPNITTDNVCELFDLAETANIESLFSYCKIFISNRFKLIPTERI
TSLRTELLSIVISDLKNRLQ                                                            
>Ngru_XP_002673472                                                              
MSDLLQQIVGDEDEYYDDDDDDYDYDEEYNDEEEEGGEEEEIIEENDAEEIIEQTKANLTFKNHSERKQELKQNKHTKSK
LVASSNDNHHHSEQVLEISEEEMEYYKQLKLYGINGPPKKEDGELNEEINFKLDVLQSSKMFFESVQPTLVTIYSGSKLY
DDQYRHLRQNSYRLIREKGYQTDQEMMAAELTHPRLLVDIMPLSKSIDYVQQIMNRTEHLSCLSSDMKYLYIYGGKYRNS
LRDDFIQYEILTGKMNIYNNLSLASHIDNYQGTCIVIPPLFGGGMFEHDGKVYIIGKGEKSPSTHIYTIENLREPMKVKN
GISAGYPWSYQHVNTIFNSRTFFTIHHSYESNVLEVFLFGGKCAEKAMDEMINIHIPIQNSYVQPITYTVLTKPKVGEWP
SARYGHSSCNIANLIFIYGGINTKNQLLNDLYMFDTTTQVWTEVSVESMLPPPLFKHQSFSINNQSFYIFGGQTQHDASN
SLFRFDITDKKWYLIEVISDERNAKLSGHQCLATSNKLFIIGGVSDQENTKSMRNFSVLLNVSDPGKPIPICNYLSTKRR
EGYLCDIIFRVKDMGTDTTSHILAHRCILKARCSYLTEKFSNCVETMNTHNFEGTFLDEEIGVVDISECQTHIFEKYLEF
LYSGSLYLENLEVVSQFLEFVKNISTERHYPSLQKICTLDSRKDLSLTKQILADMHKDFATLIDDNTYSDVVVVLDQENM
FEKDSVPMEDGEFNEELLSPLTSATISSSGISVHRLIMSRSPFFSRMFVTSGMMETKEKVVHLSDYSKEVMIDLLKYLYT
DIIQLSPSNCLGVLVYSLMFDLTDLASCCRRMVISLLDNSTVWVVHEIAILYNEKSLESECEHFIANNFVTLNSSSAFLD
LPDMTRIRIKQLYERKYHKNKTK                                                         
>Ngru_XP_002672901                                                              
MSNKLFGSKQQHSSPPPAFYYNPNSENIPPSNVLTSPRKNANTPQKVSTPRKMLANMKAKVLRKPFTATEEENYQNDATS
TSSSGSAEEQVPVTPQRRNTCEDEIVSMDEALAKRSPEAIPISMDDSSHKIVQVEKKLLKKASAAQLEISSDDVNLEEVH
KDLVNMSEQLSACVFDKQFSDFVIQCGPGNATKYYVHRFILSSRSAYFRALLSSTASVTGDIQSNKQRYTWEREDIHPEI
FGRVLEYMYTGQIKLRLDNVLDVFVQSEEFGIPCLKKLCENYLIAHGDYENMAQLLEMAIENKAQELVKHCYKYIDEHIK
RVLKSETIKNVKTSTIIQIISRDSLQLEPLEEVLVFEAVQKWAELRKHLPFETPNISKIIEHVRYPLMSSEQLANVVEPT
QLVPQHPLLFEAYKYHLVKDKSSNQAPRFRARAGASSQ                                          
>Ngru_XP_002672866                                                              
MSSSNNNSKTIRFFSDTNSNTLIRNSPSNNTNLKDNSNPILSITTTTTPNNNKSTTQSPHHLDFQLSPSTLQNTRKFSLN
KDILISMINNSSTSATSPSSSSINSPSSSSSSSQQLNNNFSSSNNLFNSVDPDSRRRSSGGENINIGSGNGSGNNNASVN
SLGGAGNNSVLFLNLDERLAMQTQNELNSSRPINHQRNRHKGSGGISEYSFTVDDLILPNSDISSPRLAISSNLNSNIVS
SNVSNAKSPTPHSKSNSTTTATFVPYISPLNTSNSLESNELGTTEFVNLDLTSILPHGKLLRFFLVNNQDYFTDTVQLRK
HSPVIAQEIDFQQRLNEFENQNTGFFSDISIRFVPSGREIRAHKFILSMYSPVLATLFSSRWKETHDNVIEVLTEVSNQS
GGGVNFEEVDDEQLFVEMILCMYSGQIYQVEQHLIVPLLELSDKYQFTELSRACEEYLRVHLNEHNCISLLYLANGISIE
NTLQSSANTRLSISSTTGSKYSKGKFDRLKERALAYIDTHFELVSKTKAFLFLDVNMLIFLLNRGELRVDSEDVILSAIL
NWCDGDLCNRRELLFSTLLEHVRLYHLSPNRLAHLGEVLERYTGTLENSSLMMPWMNRIMQAMSYQMSHTLGFQLSQSMQ
QKIALECPPRKRATQDITRISNLLSQEQFLQIAEWINEQGKQGLMKDVSERFVSIFPL                      
>Ngru_XP_002672856                                                              
MKRTKRDDPVALVIDLASSSSDEEEEEEEQQKEQQSNKIRCTNCRKGHSKCSSLQDGIFPCKRCKDKKKECIPVNFKRGM
KESDSKTSSKSSKSPSSKSSASGKSNNKKNSSSQTSSSSSIVQTVVKKEEEPKKKRKVVKDESDDSPTSKPLLTNLNGHS
QHDQIEPFDETTYNNFERYSERLLEVTSDDGRSNTTSFINNNNNNNNNNSMNIFLARMPNGDLNLMRAPSLLQSKIMLEK
MVAEPETAMIYQYDGPLCFGFSPTVRPLASAEQYMINQVSTLSKSRDTLLHQHFVENYKKNHMLDCKFRVYDVESKTEVD
LECHSAVVLSFSPYLRSLVKPTATQPVFKFGNKFHYVNKNALLNIIEFLYLGKKIAGSMDELFDIVLCSILMDIEEVKYA
ACLTIITKLFKEGQIAPLKPKRAAKIVGVLHFADEHFLQLLIQAIFNRIVREDVGEELKQHGLSKHLLEKLRSWQEYRDG
VVWNEEGLTKDVSMKLDNNTLSTKTWHKLTKTAYPNRQYCQSKEDLKEVIISEQIEHDLKKAKEATNSQSLSSPKKSIHK
RVVSNQLL                                                                        
>Ngru_XP_002672535                                                              
MIWIARLLGSFWKSCNDNQLQRYFHSSVIINKQYMYIYGGADKAEGQHFSNSFVVYNLESGEYHCLNDVIKILRRKKAIK
PTGIRTIKPEKLNRNDYELFPNAKLPKLSQHTMTQVSKCTLYIYGGQLEKGTASNSLYRFDIESMEWLKVKCSARHSAQD
ILPALYGHTTNVIDGTKMYIFGGTDGTNYFNDLMVIDTESNTWVREKTQGVKPSPRYGHTCVHYNNSLYIFGGGNDQHLF
NDLYSLDLDTLTWKHIKIEGTTDSAKRVHHTANIIANKMIVFGGLVNAHSHSNDLMVLDLEHFRWDIEKPYVDKNSPAPP
SLVGHSAQMAGTKLWIIGGKFAENDSSTQISNNVYTLETGIRGIEPIDCGRSTLTSDLSSLIDSEDYSDTILEYNGQFYH
AHRPIIYARAPLLYRECMRLSSNDIVNVGDAADALMKKKKHKATEKYEELKQKSEKVKSYGFRGLLEYLYTDRVGLLDGE
DIPVDVDIRCCIYELIFLAVAFSLDRLFALCSKHLDSDFTTSIPAPTLYTDMKKLYESTEKSLLLEKNEDQDRLDSPPSS
SKAHFDFSQYVSASQSENDDSSDEDDNYSITSPMSVSTQDGGNIFSTVLSTTTFINSDQSNCDVLFSVGAEKERIACHRC
ILNSRSKFFRRMLSNKPQQQHSIGMTKIDEFELTGIRPQVFKLVLQYLYSGNVSINFDISVELLVAAEVYQLERLSLMCQ
SVIEKKIHPGNASTIFSIADSYDVKHLRETCTYFIVHNMSKVRKTNNYKKDLSSDLKQELKDLRKLFRQQEGSGFYEQSE
YALPFSTYYHSHFASSSYNNKQKKKHKNKQKQSAKKLAPPPTPNSAPPVPTSLGRKKIRKPNSLSSMNDIDGKEEVSYLT



SPGNILLGVSPPSPWSFPSDNSPTLADDSYSSGSVGKIQKKRKKNVKKNIYH                            
>Ngru_XP_002672368                                                              
MNDDEFLLDSWSHWYCKEGSGLEDGFFSDQHNEVAIRKVQNSMYYYLMRDEEDQLTSANNNSPKIYHDLFKVEQCHDDSE
NSFLIKKFNLLETKKETIYFTIHIPEIRKKLLVSRELIMLESKVFEAMLNIEMAESKSNEMTLQNCEKSWCDYFEMVIEF
IHVGKLGLSKRLFNENDARIIGWKDLLELLKIADEYQIESLIRAISRVVNQFNALTIGLRCLEFSADCKDIIIPKVCYML
GYNSSCVISDTVYRGEKLEYANDEDEKKYMENPKLLIKYYPFLDNIMISKKLTQLLLALLYVPVLKIVSSLPLELFEGLI
DSPHFSKVEGNKMAYIVMWMLQDIENRFKDAYGLLRKYDWSLCDYEILYSFCLIFIGIRKSMPQFESLIEEIQDLLHIYM
FRKERVIPDELWKKYLIQKIPEKVNYINTKLRFLLLGLDSSGKTTILNQFKSGEPGVTTPTIGFNVETLERGTAEICIWD
IGGNEKNRSPQKVWKHYLSNTDCILFVLDSNDRQRLQEATDDLNRILKDDELKNCPILVFANKQDISTSMSRVELVSLLK
LHTFRQKWYVQSCCAITGLGLSDGLEWAIQTVEKAVGFPKLLINHKKYTHFGRVSNW                       
>Ngru_XP_002672337                                                              
MWNIMDHISSDQAKTVTEKVIDEEDVSKYSHWYCRDESLLKEDAESKPNEEAIRKVQNSMIYYLIRDEETKSDAADQKQQ
VETETEKTNDENNQEKKEENKEKKEEKIPNDLFEMETTQGEDDLVTVNYNRLGQKEEELVYFTIHIPDIKKKLLVSRELL
LLESKVFEGMLNSEMLESKSNEMTLQKEQAQEGEKSSCEYFDLAMEFIHVGKLGVSKTSFNENVSNIIEWKDLLGLLRIA
DEYQIESLSRAISRVVNQFNALTIGITCLEFSADCKSIILPNVCDNLAFNPACVVSDMVYSGIPIETANHEEVNQYLEDP
KLALKEYPFLDSNLAPPTLHKILATPLVQPLAKIIISLPIELFEGMMTSPYCALKQDPKMAFIVLWMLQDVENRYIDTFR
LLKSVDWSLCETEILYTLIYFVFIGIGKTLPQHKSICGEAHDMLHMSMFRKNNTLSDEDWSNYLTKLFPEREQGKISHLH
KELRFLNLGIDASGKTTLLYKLKLDEVVTTIPTIGFNVETVDYKNAKITMWDVGGAYKLRALWRHYYQNTNGVVFVVDSN
DRDRLEEAADDLHKLAKEDELKDCPILILANKQDLPNAMSVAEIADKMKLTSLSQKKWFIQACCALTGEGLYEGLEWAVE
SCNVKLVNTPKGNLQKFSHFGTMTF                                                       
>Ngru_XP_002672264                                                              
MSKRYSNNSSSSSNASSSSSPRTIFETSVGGSXNTKQFSSSPTQLVLNVSNDISNNTTSSDNQEINTTITNSSSETLSGM
VLAVQNVSPSSNPLNILQATEQDSKETLLSNNSPTSLNTSSSIIATSTTDNNQTKSSPIAISNSTTSTTTSEGSNSSSLT
NQQSPSILQSINFNPPPPPSSPIMMGGQTPPQRHHTRNLSMTNTILNSSLRGFVLSENNVRLQKAKITFGKSFESNVPSL
FNNEELADFRIVMKHSNKLNLGNVLSCCENSSDKEDSSSTLPNCLHTNATEVDSLQDNLTIKTNDIPQLTSTTLYVNKAI
LSLYSPFFKEMMFGKMKTKCDFIEIMDHSVMECPDFHNNQDQENDIGYEDVRIFCIMIKTMYTLEVDCLECDSAPLLEIA
DKYMFVDLASICEAYLEKNLNEFNVLSCIFLENSKYQSLKTKASQFIAQKFFIICKNGQLNLIGDVETVLNIISRDDLNV
RTEDDILNAALLWVEYDFQVRKKYFPTLLNHIRLQYLSPECLHYLISIPEKYVADLELQVKLLKKIAKAMSCQLNTIVHK
VDKANQQLALQKTTTQQLAGIANISTSNLLSAPVMHVEQISVLSPTSIFDSSEVIGVSSDDDFFTTKPRHHVSGIVSGFD
LLMTGKDLQVSNEGKTLTKINIDGWSVNLCVEPIRFGQRKEFNLKVNKTAQGIINIGICKADVNLNGNLNYENGWCYYLY
NGHTCHNFHSLHYDDNFGGGGTGDTFKVQVDLRTNGTLSFVKNSQPLGIAFQEIVKRLNGEDDIFYFAVALYSAGDAVSI
INSPIKM                                                                         
>Ngru_XP_002672199                                                              
MLTSSSNNNNTTSSTNGSTNNNSSSSITSSASTSISNTTTTSSIITSNNNNNNGSTTTGGNNVGSSSLGTLNSSSNNANN
NNNNGGSLLTTPTIATPGMNNNLMLNSGGVSLLSMAQSPPSNNSILNSGLHSSSLYGIQKNATENVPTNSTVTTRDENSV
YGNYSKIVEKSETFRTVTYANVSRLATDFGFLIDNEELSDVQLRIGSGKNQRTFHCHKVILCQRSEYFRNMFLVSRGMFL
ESGTPLSTGTSLPFSGNSEVLTNSFGTRISIVEKPNITPIVFEKVLQYIYTGRVTFTTQLKHKKIKDKTVHVTHMISTDD
IDNVISMCMHVLAAADELILLELKNFCVDYVKQYIDSESAIVLLDLASKYGSEDLIENCFDFIKHNAREVIASESLPFVS
KLTMKTFLESEYLAVDEIELFRALLRWGLSQIEHCQDEDAVETYIANADDEELSDEEEEIALGSNGLSPEDISHIKEILS
QPPEEEELIFRKKHIAMFRKKQLLNDYESPNDGDDTETIPFAVVKNPLRDDISLHTRLSLDPVPQNRHHTDLIQLANRLR
DEDKQLLRDACMDLISCIRFPLMTAHQLTDVVEIFNIVEDSLLLEAYRHVCAPDRTPLVNCKRAQKRKGATEGENTHFGI
STILKSKNRQELIKMAGETSITKGKIWTLAFKATKDGFDSNVFHKMCDQKGPSILVCRTTEGYIFGGYNSVEWNSSNQWL
KANDTFLFSLINPYNDGPRKLKVKNTQRAVYCHASSGPSFGGGTNLVFDPYDLYLDSTLKRGHTNVGGAYSTFRGGFRSD
EAQKSLAGSLNAWILNEVEVYLLQ                                                        
>Ngru_XP_002672190                                                              
MKPQKEAIWSLKLDEIFSCYSPRDLPDAIRNYFEEDCDEIYLEIGNSSAGLKHIMERHENQFIIPKLRKLNDEKGGDDDD
IERSMSSCSSSEGLEIDFTNNINDDRNENIENKEMENMKNCNENDTDSIPSLERNYQLVSEYIYNIMKRADYYYYGYKIL
PGKKIPERVTLALLYQLDFNKFLRVSMGTNGFIVTAVPQSINNYKTKQKSSSNSQQQHQHTTTSKASGSSPALEGKEKKR
NSDPPPPNDQVVAQQIVVEQSSSDEKEKKKNLEEEIPEVVYQDGEQDALDRSQEIEVLQSIYGEDFAMIDAEQCFEITIR
GKLNFELPSDSDIANNHFSISEIPFKLSHVGLKLWVKYVNGYPSQTLPKFKCIPLIDLNRIMSLVRSASQVHAQLSLKSQ
MQEEEIESIYAKIRAKSSELLGYAMVYSFIQEIEEYLESNNVSVSLAEEQFQFQQKEKKIIKTSVVLTMIGDAALTSDNV
LNVETSAKYKNKENHEEEDRKKKGCTKNNAVWENIQYFKAKNRISIESYVKVEASYSKNSISSNFWLNRYGHAVASNGNH
LWFSFGGIHEGRVTADLISFNDSGIAKPALLKETINPRIFHTFTYIVTAEIFVILGGMSENRDYYSDAYLIDCQFNHPNV
QRLPVFPSKIAGHSATNFEDKLYVFGGFSGDTYSNHLYSLTLRKPKIGNAPSNSWIRIDAPNGPSRRCGCSSVVFRDILY
VYGGNNKGAFLDDLYAFDLNLKYWTKIVTFGTSTALSHAQLFATANNTLTLIGGIYVYRNWNTTVLEFSIDSSTWSALKC
EQTKKFNDRTALCSVLQDNQNFIYTGGIKNLGFTSLAKISQSNPIMAKEMPEKVDSVRKMVKRYVGGLEYTRTLFDVYYD
MITSQIENNSDLIINYYEKDENGCTDHRKIFAHQYVVISNPVLRRLLAIQNVRDHLNQQDYQYSMEADEENVLSFKNVYI
DIQTFKGFEDLTFNGIMGCLQFVYSYSFDPELVRTDKECLELYQAAKKFKLTLLCEMLCNSITADSLQLTIGDFIEQSMQ
EFLKPAAVGPEEQYFLNTANEFETFSSEQTKDTPYVRIIAPDLYSKLNLERARYIKSMNEESLEESAIPEEMPEVESFDE
ELFEEIDSAKGEGFNWMTDVPKSADDLPELEWKYIIVHKSILVYRSKFFRTMFNMDFSESKTNEIRLNDTSMQSIEAILY
WMYSGKFPTILSENAIELFVAASQYDLPEVRDWARSFIEKFIDVNNVITVLDIADMIGDVSLKRFCIYFIANRLDIICRD
PLFNEIPHNTRFEIRSLNSKINRKKVKK                                                    



>Ngru_XP_002672188                                                              
MSSLLTSKQISQLVSLPGNNKCADCQAPNPRFADIKQFTLSCISCAGIKRTKIGTHVCQLRVVGLDTWKEEHFNAMIEQG
GNDAVNRILEAELKDQDRKEEMKDMTRFIRAKYEEMRWKGCKALNEVFMKSYWCNLKELLERNGAVGSIEIVLKSVNSND
CVRVKQGQKMYEINLRDFTMEQIENSTDSSIELSLNSYQSIDKPIYQAMIDQSDEISIFSNGRGFFKRSGTRLFDFNLEN
DFILQIISTINGIFVIDRNLKVYKYYFLKICENEKFTNGITLQKCERDETPCGLTYFKSFISRIYPNLYKFIENDNLLTN
EEIGTLNIIFNMLLYDNYDINGIDLFSLACIINNSTPDLDFFMEKLEFLTFKDMNGIQTVIEKVKNYIGENSTRSVSFLK
LYLFKCLQFISNYGNVNNIKIYLPFNYSLKPKSKENLTCLFNCQKSSDITIKIENELFYLHRTVLTSKSSVFKIILDENS
KFNDVKNNILEIDCEIFKNSKNGNVPNLMVKCFTILFNYFYDFEIDLSKFNFYLMSTLLEMSQFYQLDQFHDKINNELKF
FRF                                                                             
>Ngru_XP_002672175                                                              
MENSLKLVVVGDSKVGKSCLLIASTTNSFPEDYAPTVFDSVNVIYGNRNYNVGLWDTDYDRLRALSYLRTDVFFVCFSMV
DRISFENVESKWIPELIHHCPDIPIILVGCKSDLVSNADCDSIVTKEMIEQKLQNSLASLCIITSSRAMYNIDKLFKLAI
SETIYVSKSSKKGRKKVVIGNPEDIEPTPPIVPPARKAPRIYVESSNYGKGFKNLLDSDFCCDTKFVIYNSKKDIDVEIK
AHSLVLACVPSKVIGKLFDEVLVSRDAGMNSYSHEAFEKLSAKINGGRVSGFSSVSIDENEPNILKFRLSNTIHHRAFKS
LLEIQYYGGSETMRKRCKKDQFLNKVKTASTILECEYTNNIVSNYQIVEEDVFNESIETYLNDLLGSEIKKKYFDKKTHS
DVEIVFSTTDSSKNFHGHKLFLSANCDVFRTMFEANFVEHSSRQVDLSGEIGENENRISEFHALFEYLYSAHSTINERNA
VGLLSLANEYGNLIV                                                                 
>Ngru_XP_002672041                                                              
MRQSPKGMEQTIWTIAGNGIKGFYGDNGLAIEAKLSSPYGVAVNPYSNDVYIADYRNHCIRKVSALDNKITTIAGTGVAG
YSGDGGLALHAQLNCPLSVSIHPKNEELYIADYSNHRIRKISLTYGTISTVAGNNTGGTSGDGGLALFAQLYFPQCVKIH
PITFDIYIIDFVNNKIRRISNSSGIISTFAGNGTAGFCGEGGFATNAQLNGPSGLDFNPTTGDVYIADSNNHRVRKVNCK
SGIITTLAGTGKAGYSDGIDAQLNYPYDVSFCTRGQIIYVTDRSNNRICTVSPIDGRITTVCGINEKGFDGDGGLAINAK
ISSPCQIAVHAKNGDVYFSDFGNNRIRKIVGSYHATLLKPLSFKLKKYDRDLVDGTNLICCKSVFNILAPHFSKSIVFNS
FLLKHLTSTQMEIIQHLIDSIMYQQYHDSEWFDKYELVDILAILGMSKGFTSLKRKLVDEFTKSFSQSCAQLVSKNLEKV
TQAKDSAPLFIDNPLLDQLLDYCIGHAAKTMQQSASAVDIPIFQKHLVPIAKKLSTTINPITINDDETSDKTTKSVETLF
NDKATSDITIKTGTKEFYAHKTILASNSPYYEALFNSGFEYQDLKDDIYVIDTEEFSEDLHEIVLKYCYGVFDVSSVPIN
QALPLFKCFALYDVKEMIDYYLNNLQITIDNFCTLFEQLGNYNDSVYERLINFGRNTGKTFNRGQG              
>Ngru_XP_002671867                                                              
MSTEEDWRSINTAGTTLSTIDGKMQITLDKRVTHKAFKEVLEYLYTDKVSWDKDTEKDLIKETQEAAKYLSLDRLDVIAE
TYLDKSKNVVVPESSWWKNMKWAFENLRTGKWDLSDLTLVCSEEDGKTVEVKCHAVILTSACKYFHGMLLGDVENEQKKT
MRIDIEDATEKQMLAILKYIYTREFEVEVDDVVGVWIAAHKFLLEDLQVECESMIMKNINKENVEEIKKIAEMVQSKRII
ELCDEIQHKN                                                                      
>Ngru_XP_002671805                                                              
MYEFQSITKMATYSSYSFEKLRYEDYMGKKKQKIETTTSSDQEIATELFQRYDIKADQNDDQSIINGNVSSGRNSYLSLN
ISSIYFNIMSGDDSVEKRSSDVAIVMADSKVLCHKIILLCRSPVFKKLFEMYPDCKLISIPSIKKPIMEVLIQYIYTGQI
DNEHLIIHDYVIDVFEAAILLQMKPLIEVLAKIVSSTTRNVYLSAKIWTWTNKMYSQKASKNIFDNYFLIDEISANITLE
DSSTGLDDLISDLHTKTKNLYLESFGMEIEKSTNYLEEQGPNFLEILFRLLEEPDTNSLLSKDATSSK            
>Ngru_XP_002671763                                                              
MSSNTSSSDSPLSIEEQQNQVFELFHVATICKNVITDAERLMVRNYRQRPLTASQQSLLVETCAMRMLYGQEGLPCVNEN
SRKHFTEKATNQDLYHRKKYVNDDEYSFQQRTSMNKSNWQLNDEFIRNENTRSKIFNEINECHNNSAEYKQKYNEYDKLI
SNDWMEKGSFSRVFPDVVKNLSSSNDSISILSNLKKKLMSNYNKNRIDSIVDEHYPKEKKELIECIQNNISSHQSFNYPN
FLELCKIQVNQFYFKALTQSCSTQFKGCMERNGDTVQSVSMLQSMDCSSQQVTPEEISCVQMVLTTEQEKELSLHILQCT
MKIAEKLNIDIDDILSKGQIIHRVEKEDDHNPTNLYEEGKFEMDEDSEMEDLEDEIKDLEEDSKRVEELTSKTNQGDVIL
KFKFMNGMSFEGGFKSCVLLGEVVEWLALKSGVIKEMIGLRINNQIFENRKSDIYSFCKVGDLNRVRATIKISDLHKPDR
YGNTPLYYACLCGHLNLVKYLSELGARDDKNARCYMNALSLRVRELLRVYNSYEGLKMFKMKNGDCEDIGEQTYEQDQFK
PLDLFMMKMARRVIYGTKPEESDLTIRIRFGKNEEDTIYYCHWWIILKRWPMLLYFALVNKERPIPQKTSYTLTSDELAI
VNLKTKLEIEKYFNSINKKALKIKDYDRKIEQIKEQILVVNQKKNFKRPTDEFDAMKNLIPDDDSEIRDFFKREELRHID
LGPVPLTKIQFDNLLVWIYTGCIVRTENPKKCTKLESLERFTQKQDYCDWMESLGMYNFVDIFRDHRKDINIAMKESDEL
FKKDLKGCIFHSSFESRSKFEKLQRSLCNVQIKIENYLEEVFFVESTESILCHKDFLSERSMFFNILLNSNFDETERMKE
SALHDEIPTLEIQGCNFSVIQELCNFIYTGKFEKLDENNLLELFSYGHRLGFPENTINMLEERIISLTVSDEEIVAFCKA
CFPIFKKSSKLAFVKQLCNHLVKFTPQERLEIFTDLDFAEKDKFRILNDQFRTIRLAFKRNYRDKKMKVSTWLLVLLLLS
GCVVFSAQQPSFPTQRMFGKKIRSRNLLDESIFIGKALDIGFTSPTIHPFKNNNEFVHASQTDSYGFSLFEYKHSEESLK
RRRNPHEILKEEDYMTVSQSGQAIIHGSHHIYSLYGKVISGVSMLDHDVNVWDVKCSDNQLDIDFANGHSTSKRLIPGSR
LVIGKQWQCYGQDTDTKYGNENIQAFLVLAREIRYGEDNMVRVKFHVKKIMPKDLFYDLKVDYYSVPLVRNMVDSNTLQI
SEPTNKRYSTTYRLFNTGFNYDIAEQKVKNPSIGLYKYVNGTTSFTIDCLDCFATVNLEIKAEIELGWWKVSSAKILVGG
QTLANATLLFSYQASYSKTKEGTLYKLPAPIKISLFYLFSLDITPSLEYKLNIEASGKIEYRRNFLVSYSKYVGYKYESG
TGFSDINEGDGLVWSSKSPGIFMEGNATAELAVYPKFKFELTSWLPSAEVAIIPTIKGQIHTEGTVSRSSASLFVKFDAF
YKLGLSIDVKDTFSKSFEVITYTHIPSISGTYSLQTTFFSATASNSTVSANNPIPVNYINETVITGSTTNTIEFSSTPKN
SVLISKRTIFKHLRNILNTFSFISFSTKSSIVPQLQTPLTGFSEFYDSSNSKYVYSAFLNNTDFIINPINSLTIQFEQVF
AYQPIESSETLSYPRQAIRDTSTMVTFIQKVNRKIPKFGVVMDSYGCFDAYVYEAWLQNGRFVQTDGRKYEETYPYWSIL
GNYFYPITMQNNYESADHYVVIQLIPNDPDFPLELNSIRFDPYFEFSPSDASVVQDNLNRLIGLKFGDKDVVYPYLFVRP
VNNELNVKLYTDYEIYRAFYAKPKPGVGLTYTLTQTGSYIPMLKDNQYGTEVGIATTKPVTISVFPNYKLVNGIPSSAKN



LASQEQTYFAFDCRTFYDSVALNTNSKVYLRVIDSTTGNLIVNNFELDIRIVTSDGYVYNTLTKTVDNNMFVLDTDSISN
IKGNCVVFDRFVQIRLKNLATTTKTFQLELSLVHVPKYNEPISISMNPSTFGYGYKDLSEILTREKNSGKSGIVLKQQFA
SYPIGKVYLSSSTKNIPPSFSDPSSIMTASSRVPDYIGSSNVIERLPISFKTNYGNFLFGYTHLITSQSISFSVENLPNT
DISLSFDKGLTNLERLSNINTTIINVKINGMDHYWRESLQKSLQQSDQEAFLYLKAFDQNNNVIVLRNYFSGINTLCTDS
QLTFELVPIQGAILPSKFKLTFESASSLFTTAYDIPVLNSLQVDSGDDNNGIPSVECPERCISCDISNSTCLVCQFGYFG
RNCTETCLITCNTCTNATSCETCPLGSFGIRCDIQDTQENPCSQLSETPIVSVSSSGGGYQLTYSIKIPKSLLSTTNQTV
ISHSSIDSCSKNQPSFQPEQLFECQAQYSLTTSISTLMNDSRIVKQLDSSGTVLTLNVPINIGLITNKFDSQNGDYCEIV
NYGVNHQVKLVLSSHQMIGMDVNGNMTFGDNVNVNYRKEIITIQDGLFSLSGKLFTNNVTVVSVSYLGSQPYQNIDFDII
LSEYQPNSYNLIISSKQKVSYISGIFTFSIQVRTGEKIVQVLLSISLSYTMPINPPPTELKYSTQVNLYSNNFGQPKNLF
TISDSPHVLVNIVDSNGKSSSLPSSISLSIKNAYLCCTKSGVSMPTYDPSQNSYGCQRYNSTTMSNWLHLIDNQVVSSQY
GTELIKFPLINFQLGFKFTIQSNMFPIGSSESVQVNTCFIHTESIMKSTSSNRELNLDESGTSIHNAFDIIQVFSAAQQK
PPIQPSKTSPIISQSLRLNHSNPSRQYLSHLLVVFVAAMFIFL                                     
>Ngru_XP_002671189                                                              
MVRFSSSELFSAFSSDEESQVADPAALDLIEGELSDDEEVIQNAFDQHAIPVQFKSQKKKKIKRKQKTVKKEKQIIYEFE
EQVSAPKVVKSTVEKQNNQQEKGLLDEVRFNFPICFSKNLWKDVVPEQITTYQVDSNYISDVMDISFNYHRLSEARSKIF
KEPFKNFTEAVEELVRIPRFRERTTSRKLNSSSTNLLSQSRSIERKIFSCVAHNFSYILEKKENTLHFLIYDSARNTLVD
YLNFEKLFFLKGKHSMIKLDLEFNSDYKIAKFADNILIFCGDHSLTESEYLEQGEVENAHFSAHDRVQFRNIKADEMIIY
KIIKVDTPKEIAIVPCFSINKDGDNCITKRSDYSVNSTNGSFIYVFGGVEKNGKLSNALFMLTRSTTHNGRLDSRLQNNE
CAPCPRYKHSSCMIISDLFIYGGIGENGKVLNDLYRFKDGKWVEIIVDSLLPSPTADCSLFSDSRNVYLFQKNSDSYCIE
VNEKNPSWKILNGLIKEKRDGQPPIKIDATSSIFELSDEGLHFCPKYLFDFRSQRTSLPQFLMEKRNEYYMVDMAFKLED
SLNDLSDYILAHKCVILARCPGLYKYIEETNQELEKEEFIGVIFPNDDKATIPLVRVLPGYEPVFKTYLDFLYCGEIIVT
EAKNVPLLLDLARILSPESHYPFFLKLFNKSTKIDMSLCRESIREYEKNFENLFKNNTGSDLALVFPDSHPNIELDDCGM
VADQEKIPTGALNVHRLFLSRSPYLSRVFVTSRMSEAMSNVVYMEEYSYDAFKKMVEFFYTDKIQLDGQNCLATLIYSSL
FECEDLLSCSRSVATELIDTATVWAVMGIALHYQDPGLQIACEDYIIKNNSLMDTRDFHELPKDAKRRIKEQFKKKKPNK
KK                                                                              
>Ngru_XP_002671157                                                              
MRNNLSISSINNTSTYSPSSSPRSLDSAYSSSSPSTSPSSNSERKFSLQKHERDLIAHSNVTAFRPLINEMAPEFGENVL
SEHNLSIMEEEYLEIVQHLVDQLIYKEHADKYWRNYYSALQILYVLGLSAVNDGRYLTNLKQDLINSVTKSITVKNLVVM
FEKIDGLQQNFIENFNKVNYLLDLLHNYCIEFTVVAFEHPKVGCSKKLLDSPIIIRNYAKIMAKVNLTKPTQIKLTCNDK
LPSSILQALKKLYNQESTSDVKIILGSKLSLNCHKTVLASSSSHFRIWFEKNFDSNVYTPVRDDH               
>Ngru_XP_002671085                                                              
MLGSYSHTQDFAEHVEKDIRMDNYLKLFFKRKSIRSIVINEDRDVNIQNPYVKLFNHEPSHDLRILVGDQVTYYCHKTIL
ESTSLYFTDLFKSSNWSDFDTDVYKLDVNDEESIIATDYIIRYCYDLQIDIEPSHLIGVMKASHMHNIKPLITLCSKKLE
ISTDNYFSLIEGLYDYIEDPLFSKLHQNIIEFGVKHCKQLFSQDKKSCRKLPPTTLEEIFTRLASR              
>Ngru_XP_002671043                                                              
MNKFIIALVATLLLASCLVNCQYSNNYGTNYGTSGGAGSNYGVTGGNYNQYGQNSQSYLNQVNAVNSQPYSSYGSSYTGP
SSYGTNYGSAYSMPFYGGYGGYGIPFYGGYGGGFGYGGGFGYGGGLGCVGGVRCFDPHDDELSERKHYEILNYTSGISLK
KFNHDSNNQITAFIPLLKVMFPTFFENVFLNEKLLSQLSKLEREELQVIVDVLMYDSIEVLPDDLDEEESIILERKLALL
FLLDKADENELTYWKKILFEGVNLGYLESFGFTEKAKQKVAYYIENFECGIYLNNLHNLLVSNNSITELDITEKEDISNP
LWELFTKECDSDIDISITSEDGLTSFTVKCHKTILMSKSLFFEAFLSSENGTWNSSEIFPYETLFIIEYIYGKEHLEIPN
RNLLNVMKKAHEHGLNDLIEYCTEKVEFTNEEEASKWAEQLEDYYEEPIFCSTILSKLAQICKSVPCKYSL         
>Ngru_XP_002670970                                                              
MAPKRKPVISQKQETLVLSSDDEDEDDQPQQVTKTNNEEQEAKKRKIAEEDEEDFDIDSEDEDDADEFGDEDEEGFGDDS
IGKPVSLYVCRWPNGDFSLVSAYSKANAAEILDEISDPGHAIITPYNGPLFFDFTHKKPVFDNVAYVFSTKTAEFSKKER
NSSLFKHFEELYKKKKDFDITIKFKDTSTGKEGSLPAHKMFLSIFCNYFKKYFDKSPKKNQIVLGSSLSITEAHVKSFLD
LMYTNRCPEQSLIHFYKVAQIATIFECDAVIFSACNEMLNSIRFSYSAADMVSILNSIHESSSWNLLFRALCERVHKEVE
QLRNGGLKSQICEILSNWKGSDNYIQWSEDKEALSHNHFKLSKSTYSPEDAYTMWKTLKETVFPLSHKLKKPEPFKKAFI
QEINECQNQSEEALNQHPELAGLMNRADLTSIDVINSWMTFMGRPTL                                 
>Ngru_XP_002670779                                                              
MGVFKLFNSPQNVEECFNKSESYPDGEIRVTFNGTGEVFKIHRIVLACKNMSFKQLFSSSSMITITKHKPSIVRKFLTFY
YSGRIDWENNEIIPLLQLSNEYFAPEIVVSLLHNLHDNFTSIIQGDNIFEDVLKLLSIFNETKTSNYCKNTFIETIVDPN
SFMNDMLKPVLITRQRSNVNTFTKAYVPPFKLKEKENLNFIERYGGKIWNEKFKSIKVKCLECLQGNFEKFIKNQVFLSI
VNIEDVKRIIMELSELNNFGGRGQFLPALLNWINHDYQNRFKDSSLLFNFLQDLSESCMSELTISKNKQVKKQEQEDDFK
LTIELPTPPKREFIEKKEENTPEIAIKKKSSISFLGIDMEEAHSASTPGSPVISLVTSPQLDELITPPSSQKSVETPSSQ
TTPTLSPTISSTDSGKKVGRSKSAFIRPRMEQEKGTFGHLKRLATPFAFSHSETDDPIHSNAPPKTTFEVEEETLSDWQE
VGRVVSYVPVKRIEEIVIKKPQE                                                         
>Ngru_XP_002670693                                                              
MLERCKKDQFLNKVKIASTIFECEYTDNIVSNYQRGEEDVFNESIETYLNDLLGSEIKKKYFDKKTHSDVEIVFSTTDSS
KNFQGHKLFLSANCDVFRTMFEGNFVEHSSRQVDLSGEIGENENRISEFHALFEYLYSAHSTINERNAVGLLSLANEYGM
SGLTSMCEIFISKNIDKSVAQGIEKADIDIIGLLLLAQTYEANQLANFCLHFISTNYGPMKARREWELLTGENLKHVTEN
KWPPDSYFKQVEEYEKKMEKYRKRLKKKQSKSGASIINLIKHNNLVFKSFWFRAKPKPKPKPKPKPKPKPKPKPKPKPKP
KPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKPKP



KPKPKPKPKPKPKPKPKPNSKNRIILNPTFKP                                                
>Ngru_XP_002670692                                                              
MDNSLKLVVVGDGAVGKSCLLIASTTNSFPEDYVPTVFDNYSANVTYGNRNYNVGLWDTAGQEDYDRLRPLSYPGTDVFF
VCFSMVNRASFANVKSKWIPELIHHCPDIPIILVGCKSDLVSDADRDSIITQEMIEQMVQNSPASGSIVTSSRTMYNIDK
LFNLAISQAIDESKSSKKGRKKVVIGNSEDIEPTPPVMPPAGKAPWIYVESSNYGKGFKNLLDSDFCCDTKFVIYNSTKD
IDVEIKAHSLVLACVPSKVIRKLFDDVLVCRDAGMNSYSHEAFEKLSAKINGGRVSGFSSVSIDENEPNILKFRLSNTIH
HRAFKSLLEIQYYGGSETMLERCKKDQFLNKVKIASTIFECEYTDNIVSNYQRGEEDVFNESIETYLNDLLGSEIKKKYF
DKKTHSDVEIVFSTTDSSKNFQGHKLFLSANCDVFRTMFEGNFVEHSSRQVDLSGEIGENENRISEFHALFEYLYSAHST
INERNAVGLLSLANEYGMSGLTSMCEIFISKNIDKSVAQGIEKADIDIIGLLLLAQTYEANQLANFCLHFISTNYGPMKA
RREWELLTGENLKHVTENKWPPDSYFKQVEEYEKKMEKYRKRLKKKQSKSGGADEDSQFDSEIDDEKKKCFIQ       
>Ngru_XP_002670676                                                              
MKYTLPTDFNNHKIRKILKNGNIITIAGNGKRGHGGDSTFDISKNPHIGGFKYPQKLEIKLKKHSRDLLFKTSIYAFIPL
IEILSPLFSKLILKNEPLISSLNSTQQQIIQNLIDSQLYNEIKLKFNDDEILNVLFILGLFQNNEFIELKKLCVFQFIQS
LTIQNLSKKWEEIELYLSQCTNELHLKNYILEYLHNYCVEFAAIQTKTEEGSKYLPTLPIMTRYCVNIFSKIVLSQPNPI
ILNEIIEIEPLKINQLYNDKKTSDLKIQMDENNYLYCHKTILSSTSSLFNAMFDCGSTFADLNKSEKIISLLDMAMKYEV
KYLVIYCKNNFRITIDNYFDIVSICENYIDLEFFESFFKELLKFGIQNRKKLFYDSETVSRLPPKLCQAMVI        
>Ngru_XP_002670611                                                              
MYPHIGNKLLTGNSSLYSKIEYNLKKHSRDQLFGFQIYGFIPLIEKISPKFSNILKNEKMLCLMSSSQQEIIQKLIDSLL
YDKNKVKFSKEEVLDVLFILGLFKNGEFIDLKRSLTSEFVNSFTLENLTFKWETIENLLKTCNEEFGIQNYILDQLNNHC
IEYAAVQMQTKEGNTLLSTLPIIMRNATAIFPKMIIAQPTAINIEETIENEPQTIESLYGDMKTSDVKIKMGQNKYLYCH
KTVLSSSSTLFNALFDSGSCFSDLSDDGIFTPDESEDLELLEIVIKYCYRISIDKIDAVKIIGLLDMAMKHEIQYLINYC
KNNFTLSIDNYFAMLEVCENYFDLQLFEQFLREILKFSIVNRKQLFIDQNRISKLPEKFWQEILKLSQDF          
>Ngru_XP_002670527                                                              
MSLLASRAQLNYPRCVFVSSNNEVYIADEGNQRIRKVVENGNIVTIAGNGTAGFSGDNGPATSAQLYNPFGIFVSSNNEV
YISDSGNNRIRKVLENGNIITIAGNGTVGFSGDNGPATSAQLYNPFGIFVSANNEVYISDSNNNIIRKILENGNIVTIAG
NGTRGFSGDSPFDIRMYPHVGNSSLYSKIEFHNLKKHSRDQLFGLQIYGFIPLIEKTSPKFCNILKNEKILCLMSSSQQE
IIQKLIDSLMYDKNKVNFSKEEILDVLFILGLFKNGEFIDLKRSLTSEFENSLTLEGLTFKWETIENLLKVCKEEFNVQN
YILDHLNNYCIEYAVVQMRTKEGNTLLRTLPIIMRNGVALFSTMIFTQPTAINVEETIENEPQTIESLYNDMNTSDVKIK
MGQNKYLYCHKTVLSSSSTFFNALFESGSCFSDLSDDGEFTPD                                     
>Ngru_XP_002670302                                                              
MNENFDLQRSIIEEDIMNVVKKNEDNVCASYLISSDLDINVTLCMHRVINAAYQETKVSTLKLLVSTCLPPPVRKCPRLP
EKREKPQPLERIGFSFENNQSLLNNSAFSDVHIIGMNYENNEIENLYAHSIILSCSCSKVLENLFTKLKYLAANDKIEEI
PELYSEYSTLFKTILYEEKIFKLELVESISTQEFITILELTYCGKTINLEKKFLKGRIDELSLLFDAPSLKNFYDKCDLF
NEGSENIMQDFYSKLNTNFFGKKEYADVQFKIGDNYRYANKCFLFVCSDVFKVMFTDGFIESSSSMTEINLFEGQELTNS
IEDQIKGCEAFLQHVYHRQPVFDSNSVCTILAIAHLYNMNHLETQCEVFISKSINEENAKNGSEEIVTLYLFSKLYNAKQ
LRKLCLYYMTNNYANYLPLIQNSLEEEDLIEIKTNVWPPSYYYTELEKYEKEKANYESYKKHLQHFTNFKRVQSLLSSST
NNCILQ                                                                          
>Ngru_XP_002670287                                                              
MSMISSLYLDEEVSDCVLISQNGKKFPALRAMVGKWSTKLKELLFIPEFKIGMELVLDQVTDLGLEIFLKVVYFGSTKDY
AVDKFMDLYTFAHTYGMQEIEGRALKIMRSAAVGDSFLLLENCSQYLEEFKEINSLKKTLLTKISANFDAVCESEHFVKL
SIEDLKVMLAGEELKLIGSEGNLFKSLMRWIEHDKENRLQYLDYFLSEIRFPIIEGEVLATVDSHPLLVSKRDIISPKLY
EAMIYNLNPAMIENKEDKKFLKRDCDLFNFIPNGMPIKFTNLITGKHVTVIMNGSNDKGEVTKKKRRNQVKSPCDQCRKA
HVFCTDEKPCPRCVKLGFQCVGGKSLQ                                                     
>Ngru_XP_002670135                                                              
MLPQQVIDIVDDDDDESTTIQQHASSSIHNNNNFSTLNGHLVSSSNGESSRSRFAGAFSIDDSFSGDNDALSPYTPSKRK
LEEIKSFEEPTSEDDDDVYGDVNLDQLIMNYEKTKSASSSSSENSSSYFVTGSNMFGMLGLGNPVSDSAKISSFTRLNNP
AIDPSQVKFLACGHYHTILLTKENQLYACGKNNYGQLGMGNLTKVVNIFKFVDSSLNGMPKELITDIKCGRYHTMFITNQ
PNDNVWVCGKNKTGQMSLPSMNIYPSPQRLITQFSGKVLFASCGSEYTFIKTTDHIYACGDNSRGQCGVGIELPQIKKFT
VVRDPLFIRQDIVQIECGEFHTLFLTASGEIWGAGTTVNGQLGLDPVVLGKQNLYSPTKIPVSNNEPIKSISCGFHHSAF
LTKTGKIFICGRNGDGQLATGETVPRLFSFTHIPLSASSLGHHFVQDLYCYSYYSIAITDKREMFLTGSNKCGQLGCLET
PKIEKFSRTFKHRVMNVYCGRDTLMVEAENKEYTEAVHEDTLGKLLDFDNEDIMSLLDSYIICSDDKQYPILYDFVMARF
PFFEAFSKDVSGVPSLERPSKKRKSRGESSIRIIDLSSISTLSSKSVLKILKYIYTDVLDDFGTTIQEDLDVILWIAEKS
NKDFSSGPPSISNIARYVKLVLQNTLSGITNGTVVKTLSALQLFKNHPLIESIYRHCIALIRKIEKTYTINEIKDYNDLS
KEALIEALTAGENYHCLGSSDVSIPPSTFSEDMESLYAKTQTTNSGDVKLVLSKSTTIHAHKAILAVKCDFFRVKFTSGM
CDMDSFDISDDSEEEDKEEVQAHISFIKYLYTNQVLLNGSNAVSFLTKWNFYSMDINHQISLRCQSIIIEGLTESNVLEF
QKSFFFDRSSPYHHLRKACVQALISHWPAINQRYTKKQIQDHMTFDQYIKITQAFLKLQAKTNNTV              
>Ngru_XP_002670103                                                              
MLQLDEEEETTQQLEGILMQSTIPLKSFRGKNIKDYELALDWCRKFDERESAVDYLEDLNRVKLLKNLLNIKSNLVGLTE
LFLTSCFRHVGNSMFSGKQEDYALYTRIIQDWMNLQLTMLQQSKETTGVTEKTAFDYLMEDDEQEEDEDTTATDDDFNTE
GAEEETEINFDEEKSDEPPIVNILNMITDMFEKECQFSQLFSNAVSHVDNFPLLEVNTNYYTSSLEYCVKCRHVSFVQVK
LITSQLEILSEMYSSGISKFFKRLCKIVASNSRGLETLILSITDLSSQHLDTFSNLLLEELPNILSNWKQQSKYVSRIFD
TGEISLLDCNLSHYLILLLAELSNSWTNFVMIQITKKLLSSDHDTLHSLISYLFKHGSKTLLQFLSHWQTLLPNNKLQLF



KREQLSMTLPSASTTAVTSSSSSSTPSTVTTPSSTLTPTTTSASSTLASTAASASGATSIVVTATTSVTTPTTAVPKLGV
TGLTTGTSSASSARSRTISIGKPNSSTTQKDPSFDLLLLQQYRQDIMKLFESEIMSDLTIVVGPSKLIGSMEEDKPYKTT
NSSDKFKNKYYPSDDCSVVEFKVHRAILCARCEYFSKLFHSQMKDCMQGYLKFPDKRPDDFKCLLDFFYSAVININHFNA
FGVLKLSDELGVQIVKEKCIEYVKDCVSADNVFDVLEESSFHNFDELRKYCKEYLEENANQMFFSESFLNITKETLIDLL
KSDKIHLGELDIFIAVVIWGKHQLIHRMGVQIVSPKSGANQITVQTHVASGHQNSVGSTSTPTKTVISYGMDGSSKVLSK
ENLPDHLKKSGLTESLTERNLSISEQKAPQPSPELSISELNPKHDDDDETDKDVVDEDDEYEEEVDTLAYSTLNPEIMLT
NPSASRKQDADELKQKKERILKIVNYTHDKSFCQQLAKLLYDILHNVRFPTLDPIELYEFVEISKVVPSELLLEAYRAHS
LQNRVDLFNSARLKVREGSLFYVSGVCTDVPISKLKGWCLYYHKPYHHPTSEADIQAIKGTRILIGARHKNSSALALCAM
GMKQKVLRETFENETTKENGCFFYHWKNHSFGFSGSSLVQLGTADLSEGKDKISWHLTGRGGYRCGSLTSLNESKEWEKM
LFYA                                                                            
>Ngru_XP_002670022                                                              
MNTSSLNTNNAEEQFELGIAILNKAWKTKELQMLDEIEGLKKIGQKKQEEIHQINQQHSKLQFEYQSLNTAMKTIQEMNQ
DLQSERDRLSAQVKALNGELSKLKAFKKQIIQSINLEELEDPSSNGNNTSQFIPPTQTNNSMMSENRSFNSSNINNQSIM
QQQTQSQQAQALEGKEFFKQAKEVLTNRQFADFLQQIKLLNNQQQSAQQTLDNVNIIFKGEHPNLIEGFKRILTQRQQSA
AMNNSETSFIDSDELDKVEVVGNEIFIQRRELIRDIFKNWIIDIAFICLGIMSLWRIPRIILHYLTIITNEEKAGSMRNK
AMEEFVQSILDVVAITAMVVLVVPTLYRVGTTIKRIRTEDTLYQFIIISEAFAVLKDLPFILLGLLSMWRLPVIILKIWV
FHKEEYETAEKRRKLALQQFLDAMIDIPFTISLVLMILSIMHIFTIFLLFRKYKKAKKEEKELGKQRELFTFFRGKVLKQ
LYLLPLQIPLIICTYLVTFTVYRIPITVTTMKSLVGQKEPKKLAAKVIVSQALSIPLDLICTVFSAIIVLTVYRIKDLVA
VLKTHPVFKSTFAIREALEVHKQIALVFWNLVKDIPIIILFLLSSLTVWRIKHILRALANETDYKKRLILLGTNAFLTVL
DIPCILCSALLLVSWRSKRVVNIITAAYVSGKLSEAHYSILLEFYELILDIIHIALIPLLLWRIPNALKSAWIEETAKGR
RGIIRYHLSQIILDVPYMLLTLVVVLSVYRNVELYHFLSKKKSKRGYREFIRDQALQLIIDIPLVIISLCTCIVIPYRVY
FMFKYLFLYEQWKNRDEERRRELRVLIAKTLVDLLTLVFGIALLVMFWRIPFVVYRYLMLKEGVRRTLWIEFKSAILDII
CLAALFINLTFVYQFPYTVKRLYFFTVACIKHLMAFMKTKPFSTTKSKTKNTSEDNGEILPSDMFFEILTYLTPEENAAS
FDRVCKHWHELSRQDSFLWQLYLDIDKKANLIDKKFQAKYNNTNNYNSYHYYNNINLNEAYYSAIGSYKNEDFTSVFKKA
FSASDSENRNEYIKRYLEKKSRYSYKQYTFEDAVNDDYKAGFHHIVKAETQHVIEHIYKLFFIRYKLLGLVLYPFYYLIS
LFSHVEGIESDMTWDRIEFLVLLIPINLFMLLVSLTEKLFNLMDVFPFLGYRWWGDRDFQLWNYRSFYGKKYATSVFLGI
ASVLSSVGIILYGFSVAFSPFYFDIRVLVCKTVMSIGSIASVDSIILNICKKKNIDLEELRKQALVDHMNRDFASDAVNY
WHFEDNISVRKLEMDRFDRLIAFRPLLARMTPNFYKNVISNNNFISSLNEKECSIVQRILDQILYQKHSTLSNMDTDESL
CILFLLGQAHGDLIYMKSMIIQSVITKIGFDNVLDILESIESYLTRDASFFSSTSAASPLMKIKDYCLDFMGSQASEPGY
EFFIETDERVDKYLRLIIKRKTIKPVTWEEKPNNISKSPLMDLFNDHSTSDICFLVGNQKIHCHKTVLISRSVYFETLFE
GNWSIELEEYGPEMKYLIQYCYGFMNYVPSIHQIPLIKKAHQHEMKDLIPIVSKQIIVGKDNFEMLWSELEHYSDDSTFS
EIIERVIKYGFDHGLFGREEQSFNQWYEDLSSGNSDVESFCFDQQEDMIINTIQLKEVSSNAATGAAASSVIESIKGHEV
IDITEDDDSQNDQEVTNLENVMEINSSDEDEEIMHNDKADSEDDSDDEIYFLTSDEEEDYHPSKTTKRMDKILSELVPDV
LEGNFSVGGEFDIYPAIGLQLLVSNDTNVVVERRNISLPFASKEQANDIIQLTTMNEETKPWQLELNQFEITNPNWNDMI
NNLLQKEIKQGLGVGAGGEMSVKYKSNENFYPNSSKSHYSTSYVAFYHESDFKVNVLTSGLRLALVYNVIFNGPYYLMPA
ANAAEMTLNYLSKTLNEWESETPYIIYILNEQYSRHELSDGSNLKENDAVIYDWLRNYNSIHNNFYLCLGNMHKSKSGDV
TSMSVQEWKRHKRLQNEGGRNYENSDLDDVDSEDLENSYSTYTIEYLKNGNEIFSKEIKVSDISIIIPFDRINDFENDGF
HVYHDDRFLVKANFSNCKHKYFDMLVDDQLENPNKANVDKILEMMKTNWLQESALLNAVLKLKNDEIATEFSNKHLCLKS
WQDLISTFGFMNSFKQPFFKFITSNLSSKMIFDFAFETILLQENSTLTSDLCDYVFEYLSTTGYLSPYAVERILNCMQLC
AVPLMESTSVYMIKRCMVVDQTELSLILKYLENYHSYMVSALNLLLGNKEKFLRYYTVIIYYLKYFFCEEVKNFLEGIIT
EMDLNTSLKFVIHLNGLGDHEVANVMLLKLRERIINQFITDDISVENCKAIISAICYCNFPNELSEVTSAITSKIKDFVG
VAKILIPLIKYIEITYGKSAFIDVKAFAQLVTCSIELIKSILNIQEKADVRDWSLPTFVCETNCSNCRDINNFLQNSNPA
SKKYELHRTMPLLRSHIETNLHSVTGLFSYITFETNQRTASVIIQKISNPRLNIYEQCSKTKDALNYLENLLSNTPIIQQ
QPTQASSSLITHQPKRSGSFSSSYPNKKKK                                                  
>Ngru_XP_002669860                                                              
MSKRMDKREIDWLGPIIIRNEKRISNLNRNTTIIEEEKAELQNFSSECFTFHFIVDGTKISITKHIHTEIVSTFSKLISK
QVKEGEELEFTFEIAKKQFKGLVYLYNIKEKQKYLENVIDLLVVGLYCPYLIIDYFEYGRMEGGMEISPYIFDSEFYVYD
LLLISKFFDLTISKEFGSYLSGCGRNFNPTFCIDEFIGSWENCIQKWLNGSVDDKPSESLVYFTSNVDEISDSNPGKVLQ
ITNDIIRYRSPFFNTLLSSGMIECSQRIVPMDVSSSLLETILLFIMTGNIQNDSIAIELMLYCDMVGFDILSNYCAHVIK
ESTRGIDNALLVLQSLLEMDYIDSVRPLLIYLARYCFFVRTYTLSSCIEIPKEIQTKYPLEDFKLARNHKTFQSRYSYII
CVGIGNDSGANSLLHQFAYNTFHSNSHEKVNIYYQNIYHTGVYSPKVSLNYKSTSLVICFSVTDTKENVFPQIQSIIKNG
GTGIQATQFLLLATKCDLPRVCWRISREEMFLFAKQNKLMLAETSALTGITALP                          
>Ngru_XP_002669715                                                              
MEATSAQLNNPFSVFVSSNNEVFIADYSNQSIRKVLQNGNIVTIAGNGDKGFSGDNCLATSAQLNNPIGVFVSSIMKKIL
QNGTIVTIAGNGKPGFGGDNGLATNAQLNYPRNVYVSSNNEVYIADFCNQRIRKVLQNGNIITIAGNGTKGFSGDNGPAT
NAQLNGPAGVFVSNNEVYIADYSNHVIRKISQNGTIVTIAGNGKPGFSGDNGLATNAQLYNPSGTFVSSNNEVYISDCFN
HVIRKILQNGTIVTIAGNGKGGFSGDNGLATNAQLYSPLGVFVSSNNEVYISDCFNHRIRKVLHNGNIVTIAGNGTPGFS
GDSPFDISLYPHFGNSSSLTRRIEFHSLKKYSRDQLFGLEIYGFMPLIERISIQFSQILKNEKIIWSMNASQRAIIQKLI
NSLIYDNNQLNFTKNELLDVLFILGLFKNGEFIELKRSLTSDFINSITLKEFPAEWEKIESLIMTCKDFGNENYILECLN
NFCIEFVAVKMKTTEGSAVLSSLPIVLRNATAFFPKLVLGQPTPINIEEKIEVNPQTLESLFNDKKTSDIQIKMGEDKYL
YCHKTVLSTTSTFFAALFESGSSFSDFNNGIFTPDESEDLELLEIIIKYCYGISFDNEKISGLLDMAMKHEIKYLVDYYC
INFTLSIQNYFSIVSTCEQYLDLPVFEGFFKEIIRFGVTNKKQLFTDLSVLSKLPEKVWQVMFLNWAQDN          



>Ngru_XP_002669512                                                              
MSLRDTLLEQIRSRRTLVEQGEKSILETPIFHGITSNGLMVHFTQFFNNDLCSDFKLILKRKDPSQVNELDAYGNRKLNV
IYAHKFVLAQSEWFRTIFESNMMEQLTNELIVDENEENLDTFTAMIAMMYGNYVPSFSSLNSTLVIDLLVCFDKYQATQL
FDRVIAGLVKNLARDTPNYRSVNLLHIFSMFGDRTKSKELHASILTLLVTPLWTKGVRVLRPEVFSNDEFMDFFNKQDFN
SCYFFLEEFVRATHAFDLICQSIDNWIKFDEADRFDKGFLLYRVALNAHKLIR                           
>Ngru_XP_002669511                                                              
MRSKLESDSEPKTTSSNNTTNGTQEAEEQQFDYVEKEIDEDLICSICLLPFVDPISHNSDACGNTFCLKCVEKVSDCPMC
REVDFKKNCSSAKTIAKLLDKLKVKCGMCKNIVLRGELKVHQEKYCPLHEAYQQVEEFKKKLEQEFQQKSEKLQREHEEL
IEIVKAEMEQHLREAKENLAKLEENLLQQFKKKEELLESNMKERESRILTREKLENSNKPIHINVRGTIMTVSLGDFIHN
ERESDNLFKKMFTGQHPCYQTPSKQFDDSIYFIDCDPNVFKHMIEWLQYGEIAELSNDMRRSVLNACKKFGLTNMSNDLS
ESINKESNSKQIMPMSQFDFMNIVNLTRSQKSALNLSGLDLRKLVINNTNLEKSEIIGSDFSGMNLKQTNFKGSNLRGCN
FSNCDLTSVNLQECELDDCNFSNAILGKTNFSKSSLLNINLSNAIYKETKFIGAKFENVTGFQNRKLGSLDFSNSSFKSI
EFCNSDLSNSNFTNCNAIDCNLESTILRKTNFEKSQFDNCRFNNKCKFEETSFKNSSMKNVSGLIGIDLVRVDLSNCKLT
KTDFTVSYIFETNFLNCNFCMEVLRSKHNIISNCDLSGLFLNGDFTGFKFENVKFTNTNIEKSKFENSTFVKCKIQMNFK
KDSLQHCNVIECDFNGSIFEEIDFTLIQANLETNSFNNCVFKNADLRELKDLSKFLGSTFDACLFNFKEFTNKHIQKIHF
QNINLQDLGGFKFSAITVDIPWFNLLSSSVIVNSCDIAIGCELYSNTKSKSIPQLLYRGSRDGFKAEHFHSKCDNQGPTL
TIIKSEHNQIFGGFTSKSWRSRSGECVTDSSAFIFKITDSNGSYQFEHFKIQREENAILVNQYYLALFGADIQIESDCNL
NYRSRSNLGSYYELPKGYQKGSNEANNYLAGSYYFKVSEIEVFKINQ                                 
>Ngru_XP_002669462                                                              
MSVFPDLSSTSFPALKECSDSLKVWNLQELYDFSSSEYKTAWESNIDHHDKLSCVYHDCVYLQSLNNFSFNHADERDGRL
ILINLKTKTNRTIPVRGLHCTKVDRDGKVILISSDRKSLQVFHLEMKSKIADIRTEKEFHFADWLDSENIVFVEGSSLCK
LNISQQDQQQEVIIENIPGEFNKDITGVIFNMEMCAIQTVKKGEYSFYLYKSDLKVGQIVGPNNAFGVCLMEDSKKLVLL
SSNGLLFKDPTVGNITEPVLFSEKAYMTHYFKESQLVAFVGYKGDSGVIDLSSKKLIARHDFKTEIVNSFKTDDSLVIVT
KGGKVIECCFNAEFMLHTYRNNYDVSTEIMAYWKRFSESNIKDFRLSSIQSILPLQTPLNKYNRDYYIPHGGIHIFHPII
SYYFPYMYQCVIRNELSIEYTTEEQNIIKDFVSYLIYRGQDLKIDRDNYLKWMFIFDRCWFEFTELESKIVTLFNNDFGL
ILPEISPLLQTLTEYQSRNLNFENGLLQKCINYCRDTMDGKEVSQVEPFINEHIPIRLSIDCIYNRQDTHDITLVAYGRK
IGAHKTVLASTSPILEVMLDEEGSFKSEVTENQELVLGGEDLEIPEKDREKKGELFELLVKFCYTSSVDCSPEDAFLLYE
MADQYQITDLKTSLADKIIAQLNLDTFMEIVKWSDIFVQISNKHLHRGILNFASLNGMKLLELYSDQLVAYPEFLVRFLK
FSFNVE                                                                          
>Ngru_XP_002669427                                                              
MEESRLSTTEDDSMVEATSPESPSSSASSSLANHQHDEEETLNNNSSPNTSKSSSNNNRNSVSLPLLHIASPNAPLNLIY
SCGKNKYGILGQLDDYSEKPVPTVTPISKNSSHHTIENPSFAPIMIKQVEAGAYHLAILTEFGEVYVSGYNSFKGAMKTN
QSGLSQMHKLHFDKKVKAISSGWFHLMLLTNEGELYSSGLNTNGQLGLEECSSSGSGSSNEDNVVEHSLEDGKEEIIESY
ELNIPIKRLCCGEHHSAFITNNGALYVAGKNNCGELGIGRKSSKPNVAYFTLVQAGFLAQDISFGKDHSVLLSQDGQIYV
SGSNESGQIGLGNVKSVKKFVKINMVRPGFKITKISCGFVHSMAITNTGGYMICSGGNINGELGLSDRVKKPQFAMLKTN
LIPKHVSCGASLSVFLTDQNAYSCGINTDGRKAIIDSLPILHFPIRHYNRDRIHDKIYGYGPLLRKVTPKFYENVVINEE
YLNSMTTIALNFAQYLVDCVQGHFVHKKEKIVDHLVSMTPIEKVHALYVMNHIETDLIIENFRRFVMYYLVEEIDGNVEL
TDQVADEIRMLLDNFQDFNANIQDTPLEKVSRVVRLKKPFAHYINHPIHEQSNHRHIFHNMFNDQATSDVKVIIDSEKKH
VLYLHKTILSSYSPLFEKIFDEQFQFSKDDNCLDLYDFDLDSRNAIEASEAKIKEKALLHLMHACYGISKQQDSVDDSFV
LLNSEITILIGMIYHASLFQMDSVIQIYLIRKLATLLSVENFLDICKWMLMFGDETLFQQQRIPSSSPIYEPEMIPPVHE
IFNLLTQFAEMNLKPLSKMYEGKLNEWDSIPHIKQLLSRKSPTNKIPQIPPYSSSEMHLQQTQDSLKEPLVQQEASNSSD
HAEYYQPTGVVNETIDQVQQHQQQQQYIYQVPSQIPPQQGMMNNLPEPIGFVPPQQPLQPQYNQQMPPVQQVYIPQSPPS
NLNSADVQVDEHGRIVMKAPKNNFAWVFFIVGLVFLWFPFLAIPFLIIALITRDTDFIFDDRKRELMSKSYGAVVKFGCL
DREVSVPYSSINDVVVEMDFSMRVNGVPSGKIIIVTSSGNVKFTKGYLNYYKAKETAQKIMNFINQRKVQY         
>Ngru_XP_002669314                                                              
MKAFLKNFAKAIGGSDKVSSESQVLLENIPFEAKMREQYPCNVLGYSTFYNDQGLPNDRTQQWCPYQVIGPPTCYPNLGD
NVTAWCPAGMAGPEHIIVEYEKPVIAKEVHVYETLGPGSTCKISCKVYKGEEDKSEEWIVLWEDKTVVTNVSATAARDFS
PPISQLVLTKVIRVDLNITSTWSEIDTIKLVGNYDVDHVEITELGSEYRQLFTQAQEDGQNYSDVTISLVNSDKQINAHK
GIIASRSPYLLKQLTVQDGPQIHLGLDVSFESLKQAISFLYCNHCAVSLDTLFELYAIANIFDCDDLKEFCEHNLTLLLT
PSNLQEVYDKAVQNHHTSLTDTILRVMFKHYDRIQQLGLQQILTEKDALTLKNMRRSNSK                    
>Ngru_XP_002669261                                                              
MSTNATRAQLFNPFGVFVSSNNEVYIADFCNHAVRKILENGNIVTIAGNGTAGFSGDNGPATNAQFNYPSSVFVSSNNEV
CIADLHNHRIRKILENGSIITIAGNGTHNQRIRKILENGNIVTIAGNGTYGFSGDNGLATNAQLKILENGNIITIAGNGT
DGFSGDNGPATNAQLYYPSSVFVSLTNEVYIADQHNHRIRKILENGNIITIAGNGTYGFSGDNGPATNAQLNHNQRIRKI
LENGNIVTIAGNGTAGFSGDSPFNIIMYPHIGNKLLTGNSSLYSKIEYNLKKHSRDQLFGFQIYGFIPLIEKISPKFSNI
LKNEKMLCLMSSSQQEIIQKLIDSLLYDKNKVKFSKEEVLDVLFILGLFKNGEFIDLKRSLTSEFVNSFTLENLTFKWET
IENLLKTCKEEFGIQNYILDQLNNHCIEYAAVQMQTKEGNTLLSTLPIIMRNATAIFPKMIITEPTAINIEETIENEPQT
IESLYGDMKTSDVKIKMGQNKYLYCHKTVLSSSSTLFNALFDSGSCFSDLSDDGIFTPDESEDLELLEIVIKYCYRISID
KIDAVKIIGLLDMAMKHEIQYLINYCKNNFTLSIDNYFAMLEVCENFLNAIFERDSQV                      
>Ngru_XP_002669137                                                              
MMRRTTIPKVINTKLLPSYCGIQRQLPSSSSIITTTNNTTGASEEETDSQSLLPNSSRTLKQYHNPSIKPFERDLMNNAH
GTGFHVFRPYVNLVAPSFVKTVLDNEQLMNKLDDFERQVIQRIIQHIYQEASLEFELDDVDCLCRFLFLLQSCSGELVEV



KRNLLQCLQHKITVSNVLDVLDSIDNHIQTLQSFGNSPSNDDYNLLNAVKSYCFSFIRQHVFDEEFDIKLNPRVEKHIFH
FYNKKEQDFIEYHEKPNENSSPFIFEELFNEGEPLEYDFTIDFGDGIFIRTHKTILASNSLFFESMLSSSGASFVDVDKS
IFYPDNSINASAVLLSTAMEFSIPLTSINTIFLLSFKWLTNMTFLH                                  
>Ngru_XP_002669008                                                              
MLLGIFSTSSVVKDLIIVINKMDLVDNSLELFDFVRIYIEKSFKQMQTFRKTTLKIIPMSLMNEKNIVRPFGSPFEQYDT
FLSCLRELKPYPYDHTAPFRMIHFDTYSMYGLGRICAGKVISGMVRNTEEFEICQSTLRKTFQCTSQGQSLMSFYDSLTV
SVAGELLACNLFRGWALINYDDYYGPMTFFNRSETICKPCTSYFTVKLSGPVCNMKFNHFIKELMVFFFGFKAHVELISK
SKPLHNQQYIYATFKFKDNEPAFTLEKFDDVPEMSRITLFLNRVIGYGIVTDITNDKYLAELDYCSDDDDEYNEEENEWS
IEEQRLKLYGREESDEEEDEVDGVDDLVDHFKSHSMVSTGEQKRIVPKNKKKKEQDDANRIIIVQVEEKKSKENVNWDSV
YSKLENRKLNQMKFTMKDIESHKLHYDKVDTSRFEVTNSVAVDNSDDEDAQQRRKFKVFEQKVIKQSVDLSLGKMAGSAH
GSLVFLSGGGKSGRIYSQLVCYEVKEKKWVDMKENMFNYYRKQNLTDMLFPPAIEGHIILILGEYLIWYDFKHTCMALKN
YLELIKPTPANKIDKSNPPIPVWMNVSVETITKAVRETTGHSLSKSNNEPKFWSFGGRDVNGVLTNQFVEYNMVRRTFWS
KVQNGVIEFSMTRDLANIANPKAIPLPRENHAQCTVGNSIFIFGGNYTQKDNLLNDLHRYDIVSKKWNEIDLTFIPPPMR
NHSLCNCIDQYIYLTGGILRGNTISDVIYRFDVKNNEFAVINPGGPSEYVLYGNGITTPRDLQLPRADHTTLYDQGQLYM
IGGMTDYAKRSYCKEVVVLKECSDIGVENSSYIYLKNEFEKQANGDLSGYDLILKVAERTSGETEYIYVHKCLVSSRSTY
FKDLLVGLNDVDMVDGKSIFELNDYHLDTMNIFIRFLYTGDIIIPDTVNTECLQELLNISKLDIDRYGIILSVCDQKRLY
LDSSTAVLNQLKHDCSALYQNIEDTMDNFIREPCAENNYADVTIQLLDPHTGELLNELRAHKLFICRSNYISTVFSSGME
ETTTGVIKFDEISLNGLLSVLKYLYTNEIIVSIEHAVEVFICSLLFQLNELANYCRTIVIQHITVDNVLELSFLVDVYND
LALKNNCIKCISQNFEEISKRDGFENLSSEIKGEARTRHFEMVKKLTKMKAKERMKVKK                     
>Ngru_XP_002668936                                                              
MATNAQLFNPRSIFVSSSNDEVYIADTGNHTVRKILENGNIVTIAGNGQQGYSGDNGLAVNAQLVSPSYVFVSSKNEVYI
ADYQNNRIRKILENGNIITIAGNGQQGYNGDNGLAVNAQLASPSSVCVSLKNEVYIADSGNHSIRKILENGNIVTIAGNG
QQGYNGDNGPAVNAPLFDPSSVFVTPNDEVYIADTGNHRIRKILRNGNIITIAGNGQQGYSGDNGPAVNAKLSSPVDVFV
SSKNEVYIADYQNTRIRKILENGNIITIAGNGKLGYGGDNGLAVNAKLYSPVGVFVSQDNEVYIADYQNNRIRKILENGN
IITIAGNGELGYDGDSVFDFSKYPHIGPIYSSTYGKAKLKKHSRDLLFNSSIYAFIPLVEMVSPLFCKYILKNESLISSM
NSIQQEIIQKLIDSLIYNNEIQLKFNNDEILDVLFILGFFKNNEFIQLKKLCTTQFIQSLTIQNLSFKWEQIEIYLSQCS
DFHLENYILEYLNNYCVEFAAIQMKTPGGVNSLPNLPIIVKNAANILSKHSLSQPNYIIIDEAVEIELMDIGKLYNDKKT
SDLKIQIDEDNYLYCHKTILSSSSTLFNAMFDSGSTFTDLSNDIFIPDSSDDFEFLEIIIKTCYETPVQDVKYEKLLRLL
DMAMKHEMEYLVKYCKNELSISIDNYIDIVSACENYIGLQCFEGFYNELITFGIKHRRQLFPDCETILKLPPKLLPLFFL
KFAQEFL                                                                         
>Ngru_XP_002668792                                                              
MSSLVTRAQLFNPSSVFVSSNNEVYIADFCNHRIRKILENGNIVTIAGNGNYGFSGDNGPATNAQFNYPCSVFVSSKNEV
YITDYSNHSIRKILENGNIITIAGNGTVGFSGDSGPATNAQLYNPSSVFVSSKNEVYFTDQHNNRIRKILENGNIITIAG
NGTYGFSGDNGPATNAQLYNPYSVFVSSNNEVYITDYSNHRIRKILENGNIVTIAGNGNYGFSGDNGPATNAQLNRPNSV
FVSNNEVYISDQSNQRIRKILENGNIITIAGNGNYGFSGDNGPATNAQLNRPNSVFVSNNEVYISDQSNQRIRKILENGN
IVTIAGNGTAGFSGDSPFNIIMYPHIGNKLLTGNSSLYSKIEYNLKKHSRDQLFGFQIYGFIPLIEKISPKFSNILKNEK
MLCLMSSSQQEIIQKLIDSLLYDKNKVKFSKEEVLDVLFILGLFKNGEFIDLKRSLTSEFVNSFTLENLTFKWETIENLL
KTCKEEFGIQNYILDQLNNHCIEYAAVQMQTKEGNTLLSTLPIIMRNATAIFPKMIITEPTAINIEETIENEPQTIESLY
GDMKTSDVKIKMGQNKYLYCHKTVLSSSSTLFNALFDSGSCFSDLSDDGIFTPDESEDLELLEIVIKYCYRISIDKIDAV
KIIGLLDMAMKHEIQYLINYCKNNFTLSIDNYFAMLEVI                                         
>Ngru_XP_002668691                                                              
MSYSSDEEDYQEEEEEPFSSSSPSSPSSSSSGDEEEESTDDRYVRVEGNNPKRKNLNVTSNSSSSNMNFIQSNFNDHHYI
YPDSDLNYGYFLNTTANRRSSSSGGDKKTGAAAFTFTASGQPFGISGGGLGGGDQTLISSSNSNSFSSSNSTLCGGFKFD
DTSKVLCSQQKPIFGSFNTSQPFGTNSGDDHQATNNSNSSNTHNASSTSSLAASEEKLFVFGSVPSSSSSSLSHSPTKTM
HRRGINVASKNRNENIDTIFNSLPKPPTFGYQQAVDQKDSTTGDSLTEMKDSDAVVKIPDSLGGVKTIYCHKTVLSSASE
MLEVNFGPNWSNEEDEDGRAIINVEHLIEVASDPSVMEFIIEYAYGIFAPIKVSSKQVIPLIKAAHFYRIQGLLDECLYL
CVNRDKLSFFEVAESLEDHFEDETMEAFEDVMVEIGTANYPFIIGASDEELMKLPKRMLIKMFRKIYKTYIPNIKTL   
>Ngru_XP_002668650                                                              
MSSLATSAQLYSPESVFVSSNNEVYIADYGNHRIRKILENGNIVTIAGNGTAGFSGDNGIATKAQLNGPVGVFVSSNNEV
YIADYDNHRIRKILENGNIVIIAGKGTAGFSGDNGLATKEKLNFPRCVFVSSNNEVYIADQINHRIRKILENGNIVTIAG
NGPYGFCGDNGLATNAQLNSPAGVFVSSNNEIYIADYDNHRIRKILENGNIVTIAGKGTAGFSGDNGLATKEKLNFPRCV
FVSSNNEVYIADQINHRIRKILENGNIVTIAGNGPYGFCGDNGLATNAQLNSPAGVFVSSNNEIYIAEYGNHRIRKILEN
GNIVTVAGNGTAGFSGDSPFDIRMYPHFGNSSLYSKIEFHNLKKHSRDELFGLPIYGFIPLIDKISPKFCGILNNEKILC
LMSSSQQEIIQKLIDSLIYDKNKVKFNKEEMLDVLFILGLFKNGEFIDLKRSLTSEFVNSLTLENLTFKWETIENLLKIC
NEEFNVQNYILDHLNNYCIEYAVVQMRTKKGNTLLPTLPIIMRNATAIFSKMIITQPTAINIEETIETEPQIIESLYNDK
KTSDVKIKMGQDKYLYCHKTILTSFSTLFNALFDSGSCFSDLSDDGIFTPDESEDLELLEIVIKYCYGISIDIDDVKIIG
LLEMVTKHEIQYVIDYCKNNFNLSIDNYFNMLKACEKYLDHPIFEQFMGEIVTFSMVNGKQLFRDRTEISKLPEKVWQEI
FFKFSQDF                                                                        
>Ngru_XP_002668147                                                              
MLSSSFNNMERMLDDNHNNLIQTGDMITIHVDNNISKPATSTEGPSGSCEYLTGKFSKRATTPSYYHLLYNDAPVCPPDF
IINIKLIDMNMTIVSIKVHKVFLALESLYFRTLLNSEFTESTNSVVEFELTSVEKDIFEQIILRYIYGERTLDIDKGLPY
ACTLCLAHYLQISPLECQLLQQMTKTSKYTEQHLLYYSQLRDHSMLAVNSSFLSQSLTAFGKDISKKRDEVMNLPVEFFL



WLVSLDNLNVSNEDEVFDLIQEYIIRNEKSIRQNNPEGFDQKPDIIEQVWSNVRVCFLSETKLLSFMDQPSISTDLKISM
RERRQ                                                                           
>Ngru_XP_002668130                                                              
VLHNGNIVTIAGNGTPGFSGDSPFDISLYPHFGNSSSLTRRIEFHSLKKYSRDQLFGLEIYGFMPLIERISIQFSQILKN
EKIIWSMNASQRAIIQKLINSLIYDNNQLNFTKNELLDVLFILGLFKNGEFIELKRSLTSDFINSITLKEFPAEWEKIES
LIMTCKDFGNENYILECLNNFCIEFVAVKMKTTEGSAVLSSLPIVLRNATAFFPKLVLGQPTPINIEEKIEVNPQTLESL
FNDKKTSDIQIKMGEDKYLYCHKTVLSTTSTFFAALFESGSSFSDFNNGIFTPDESEDLELLEIIIKYCYGISFDNEKIS
GLLDMAMKHEIKYLVDYYCINFTLSIQNYFSIVSTCEQYLDLPVFEGFFKEIIRFGVTNKKQLFTDLSVLSKLPEKVWQV
MFLNWAHDN                                                                       
>Tvag_XP_001583419                                                              
MSEQPSFPWASQMIEIKARNGQWSVHVYEPLIKHRWQFYAREKAQALQKLQMLPHNTIQAILEHLYANTPVARTNLPAFK
TCKVVDSIPFESTYHRDMMQLLDDESSWDFALIPRDSEDRVNVHRFMLYARSGFFRSQFETNSTMLQFRDPNMCKAALEM
FAGYIYTGRLDPTDAVALVDLFGAGKNYQLRDPLEIDFLAMNNLQKLLTPQNAAEVKARAEERKLQEVINLVQDYYPC  
>Tvag_XP_001583415                                                              
MNQEVLSTDRNPFKPLPCIFKSLLYNPLFSDFTLFLPNAPPGKKQYIPVHRFIFDVRCSFFHVFFERMPNEKTLTLCFPQ
WAAPDVFTVIEYIYTSEPINITNENIAAIAFISLIWDCSELIKLATDFIIHKIDPKYSLDTLNKLCNIIKHDAPAIQKLL
NMVVNNIAIFNPDDFNELQFDLFESIINTVYSKRPEDIAAEALCNCIEHYFIANVDKLGKDEFRVLVQRFMMKTYHNGVI
TLYKHAIRLNWSIAHCEAKILHSWLHLDQNKLATIPVDRLAVILNENYLNCGSEDELFKFILLVHEVQPTADLTPIWKCL
RVPALTEECKEKLKECGIAPQFVIDAINSAGRYIDFRRLPRARTHCLIIGAADNWALEDLKEFMGFAGFNPKNITAMRAA
PDMDADFYKFHAILVFGFYKFPPSLSSKIATYVSDGGGLVVAFGAHRNDDFGIGEPILSMLPIEAFRQEIAEVCYVRAPT
DSNFNDGVDIASEEKEQIFTGCKNMRMLFSVKEGASVISSWDDGVPFVVIQNRTEKHGTIIVFNASPVSNEIFPEQWSKH
DKTMARILSNCIITASNKVFSKASKD                                                      
>Tvag_XP_001581670                                                              
MKPVEIFSLQFHPSNLKSLPCDFEIRVKGSPQTSYKVHLCVLSEFSSKVRLLILNDPCKRSIEYPGADPLGYLQQLIKYM
YGDEINITNENVCFFNTAAAFFDNQHLLDTTSNYIQKFGIQPDFFQKLRQSDPLYVLPQISLAALQFEALKQQLQLMDLS
LPILDEILRKQDLYYENEVSLFLWMNGLVEKHGPEYVQLFAHLILEDLDSSCMHLLYSKITPDLIGGALWEAICNRLVYS
VPTEESPHVRHWSQNQQQGYQNNNQTRPQFNNSINTFTPQSNPISLPKSSHFKEYPKQPGQYFNGIFQALTNTYGKNPCS
ENIVFIDGGGGPKSRFLPRLLEYEDISPWWNNYNGSGFNKNDQWIEITFYKHRVILTGYTFASPMKYPNQSQPRSWKIFG
SNDDGQTWEIIDEVVNSDDMNFSNAIASFQVKKRPEPYSKFRIVQLASQLKKPSLELYQFCLNAIEFFGYIEEIQD    
>Tvag_XP_001580841                                                              
MSSSSNKNYSIIYDNKKYRVDPLIFCKMSEKFKTIYEQNPEKYKFENDEIDQEVFVAFISSCQLKTFQINPKKAQALLKL
AREWEAPSLESYATTVCRENGYPVYPRVDPIGDLKIKQDRNEDCGEDYKRAGAVFMDSLDDDRLMEFDPEPLFRIVAYAE
KLPNFDEQKYADFVMKLRERRMDAAVLLSLRLNFTKITEEDTDALFQSPEMRQQSIGFFVAYSLSQTRHKTQELINETTA
KCMDQLHEFGNDMLDANGSLKKALQKDHEKNMKLLNQEIDANADELNRLVREFTRTADILVEGPLSPNGFADPALKRIED
DAQERLNNLYNHIREEIGKNHDEKHPKMRDDVDRVEQDWENEYNDPEATQKRMEDMLNELEGVASKYRGEIDQIDKDLDH
IRGSINAKIARDYVRTDKGSRVEANIYSIFDEADFVKEESSAIEDIDARLDKQCPLKIGKK                   
>Tvag_XP_001328363                                                              
MTSPPWKSQMIEIKSREGVVTEVFAPLLKFRWPLYAKTPTAALKKLTVLPKSTVQAILEHLYANVPVSRTNLPAFKTCKI
VDKLPFESSYYNDLINLLHDTESCDFELIAENGEMTLPIHKYILATRSSYFRNLFKEDPGVESITMQRMNGDALTMWAKY
IYTGDFETTTVSALPELIGSGYTYGLRDPAEIDYLAVYALQSSLNSENVESVREKATDLCLPEIIELTDSIPLGTISE  
>Tvag_XP_001325264                                                              
MTTLQIRIPFNPTLDTMKEFQDVVLVSPYHKVEYKANRLKLAQLSPYFRRKFNEIKPEPGNVLRFQLEKDPKNATQVVLD
GFQTFKLTINPDIAPALLCVSSIYELPHYCQFAIEVIQKAIVANSPYKTISRYLSEFQEYGIVEHVDKLIPYFAQYLIDA
IARPEIADHSLDELLDLITDGRVLSKLILYIIKERNFKLATSAILKTFDTFYDKHPNMSADEKESFMDNEIINWDQPDTF
QYLTKFKCLWLGYKKARENFKKIFVNRRKIINEFKPDESNPKQMVKRWYALSLIKDIHESDPSQDNENYNTIKFITTLGG
VAKQLDPEKFGLINPDPKVIPCGDQILDDNYKHSNIFMKNEKIFCAIGNDKHAVVDFGSEVYASSIVLDFEIAARIRKIG
DISQYFPHPKSVEITFFSGQKQTHSQKYDVKSRIFTIKQVNRAFTKIVISPSNKAATFKLKNVEIVGHFTN         
>Tvag_XP_001327639                                                              
MIDLSNIRYCSTFNDFKFSHRGKDYFVNSFLLCTVSPFVHRIFEEGNFNNELEIPPVEGDFNEFINALYGQKIRIDSHNC
RFLHFISKFLHITQLETVTEKVCEETNTFENNFRWAIQLFNANQQRDEIINKLSYNLRNNLQNPCLFEAPPGLILEILNS
KFLQIDQGGKLQLVDNLIQYDSAKYQSLSTFSYSKSFLLKQFTEKPFDLNKIRSNVIRNVQYFVSNDKSKRIVFSPQPSN
LFNGILRSKTPFILGSSDTLGKEFDISNISKEKSGENIFCSKSEKNPFFIIKFQTVKFQLTHYAIKSSAFGNLSFCPKSW
KLEVRTSSNSWTQIDIVENDNSLYGSGFQSIFDIKFSISPMSEFRFTQLDSHHNTNKSLMIDLFEMYGIAFENPKRLIN 
>Tvag_XP_001325335                                                              
MSTQQSQLPKVPYVFWWNEKRYTVDAELFKKLSNKFARDLEDEDKQNQQTITDVMDEDTFKAFLAACQFQHYDITKKNAH
DLLKLARKWEVPSLYEYVDEYIKKNEIQEDRKNYLNILVEKVKTDSDTKEDWTNVAFDINRYMNEEPFKTLPPEVIYQIL
AIADRKYLDQQIFNDFVLDLFKTNPTNAVPLMLRLDFSLLTDDQIASIFETKNVHQMNINFFTAASLSAVTNKARLQLQN
EEIRQKINLDVFRVKNMIHQNSLTEDIQSDYSKEVSEIRETISKQKQQIEQLSRDFDIHNDRMKKIEHKITSSRTPCDRT
VLATIQNNVRDYVDKTTTEVNKQLEKHFQKMNGFYNSVPKQTDDYFREQTMNGDNEHFKSQFLLNSTMERNHQVNAAIDK
MKEQMTDVKAMLCAKVVRDKLRYDEFLRKNLSKKFNIFDVEPSIWGIRSNQVKDQYERLQKMEAQLDAVCPTRQGDKASS
KKK                                                                             
>Tvag_XP_001321987                                                              



MSTQSSHRSKRLGYYIFLRDEKIKVDPVIFAKKSSYFAEQSASNPDGFEVQENVLKESFLTFLSYCQDKKYEINTDNAND
LLKLSRNWNCTDLEGEVTDFCRKHKIVVRPKIDPLGNLIEAIDNQKESVQDLREVAKIINTLYDDDRLPDVEPELLYRIV
IIAEKEFTLDKIKFKKFVLRLFKSNPDAAVILSLRLNFNELTDEEFEMIANCPEIRSQSLNFFAASSISIIRNRIKNNLA
QFQIKNNNLLNKLNNQIRYQHEMFLYQLEEYKSQKKALIDQRLEQQKAEINDIYEQLVSVAAHLDGGILSENGLVDPRIN
QNINAAEKRFADLHQQIQEALEKDKQDRHAELKSGVYQRLKVWEAKHGDEDSQKKLLDEAFEDIGAISKDIQEKKSEIDE
DLVHIKSAVNAKIVRDKIRSDKGRRDTANIWSIFDESERESVIKEDEYIQNVEKKIEEFCPIRKH               
>Tvag_XP_001318359                                                              
METFRAKTPELPRDFTLIFKGEKYKVSKFMFSMHSLKFRELLPTFKTDFLEIPVQTTENVFREFLKAIHNEEYCITTDNI
YDLYKIAKEWRIQSLIDQMDKFAQENNISKDKLNEKSREISPTLMTILAKNINKAITMSSFTNLPFDVISKILSLPEAKI
SDHQTYYDFIKLMLDIHGKKATELTKYIDLKLIPSSQLVELLENPNLDKEFIAPNLLTIAKYYVEETAKLEENYAQAEAN
AASLQNPDSALKKAVTRVKHLQDSLNECVEQQDSIEKDITEELTAIKMLLTELEKKVKLESQNQDEESSKAFAQIKDLCD
RLEQLKHKDNKRSPQRRHSIDDTASTFDQRQAHLTPFNMGENPLDGILNSLVSRGVEIKVIGSSTDHNYPSILVRRDTND
YWMSSNKVDQFVRFDFAERQIKVSQYTLKTIKFGEDSCHMKSWILEGSNDDIEYSKIDERKTDELNGSNKIVTFKCTDDC
PAYRYIKIRMTDANHRGDNTMALNSVEFFGIIIEE                                             
>Tvag_XP_001314088                                                              
MEIRKSINLRIRVHPHGYIPDENFSTVTVKTSHYEFTCKRSILTKLSPRFKKYLDSKPNIDIINLKDIISADYSSYLAFS
NYINGESLIINDENVECIYNLATKFGFPVLLSVVVPYYFLVDQLDKLVNNSEIIAQTNPYSLAIAPIFPLFRIAYKKERF
PYEFIVKILQSSKLYPISSETQLLSLLICLKSSKQRDFSNKRFTVSEDLNSKINEYTKGLSITEKQNINRSLSFYKSVEP
YSAIERFEIQSCWNNYVSNLSSYPFSYGSSYDSTDSLKYTLEYES                                   
>Tvag_XP_001330654                                                              
MFSAEELTNYFDNLPRDLTIIIGSKTYKANKQVMCIFSGIIQEKLQNSADNEIKLEIEDPKEMIPLVISFLHGHQINISY
ENDFYLNKISDELKISSLKEAVQESLNEPITISNIISRLEQNTSQVLENENSELLKFLVENIEEIQKDDSLFLSDPRILL
KALEKSKFENDDSKNIFKLKCASRHIDNFDDFLSLDDFQHMSIDVICEFVTNPYYSTLDQKMPSILIASRIVSAITSLNT
DINEINEKIQNYNSEIKELQEEHDRVMVEKCQSDEKYLKVAEQFKQFKLQMISTSERIESHANSLNSFKISEKTVNEIGS
KLNFLKVTCERLQFFSERLSRAVILYPETTKNVNQVYNDWKGSIAPLQQEIANLESNEKDIDSIAADFHKLVEAIRKLSN
I                                                                               
>Tvag_XP_001310351                                                              
MDQKETYTIIYQNKSIPVNKEYISLQSKVFRRLIKENPKTLRLNGGYPFDSFNQFLRAIQGMEFNTTVENCDDIIKIAQE
YQIKNLVTLMEQERERLFAPENILLLAIQSNREHKSVLPYIPFLAQNISQMVKIPTFALLPVKLIDQIFSHDDCHPDNQG
DLIRFFEALLDFKQKEDPSILFNHIDFGKVSFEEMDHFLNIPKLNKKAVIQKVANASLVLMDIIRSEEEGNKDTIGKTQE
IVDDLKYQIDYITKAQEKIVKHQQSATRRLESAKEDVAKSIAYMRKVEAKLRQTCTRSSIPGMPKLQPVPPHRPNIFIEW
CQNGFSEDGPSKRPPPPKKTKTISKNVYVTSQIKIEAPAVKIRSYAEHLGNSTYSTAPSTGFRMSGQSFGSKMNLDNVKV
EMPNDRPPIKIERRTTAKAVLETGGIKIEKPVRLETTFKVPDVNEVSSSSSNPEISQSSKHEIKIEYPSRKNE       
>Tvag_XP_001305641                                                              
MTNDLCSIPFLSRWQDFEINHLDKKYYVSGQILSAVSPVVKNLITKEKVFHYQLPPIPGNIQDLLDLITGKEIFISDSNV
LFLFSCASCLQIEDLIHHTNGALAAVADKNEIITLVSRLKEKDVDITNICQFISASIDKFIRLEKFKRIDISILTKIIDS
PALNCVDTGSLFTYIVSRFPESPTEFSKLLQIICNNYLNPITLSIILKSPNIDINSLKESLIPVLVNGSGCTSILYDNSQ
TIIPYEFGKEMSGLFEYFRSHHVLSTSVDISASSTFDENYSIKNLLNTNRSQYFASKSGPVEFIQIHILTGSLAPTHYTL
VSCESGISNLAPCTWTLSGSNNGKTWTLLDSQSNNNSLFFPEKAVIFPINKESWRSFSYFQFTQYDSGGIKNKKLLLAGI
ELFGAYTPGVN                                                                     
>Tvag_XP_001303603                                                              
MDTIEEIQISPLFDFSSFFNTGYLSDCMIYFGAKEDHPTDSVKAHVLVLANGSRFFYDSFTSQMREDKERVFYATVNPMN
LLRRVLRYLYNGQISYEFDETMALLKIATYYMIDVLKIELQNQINSITDPNLYINLVNQCYDNQIEDQLPYLSQFIIKNY
NSYDIQTLSDSYDVMAFAAIIRQVQLPIDKLISDITAFLGDFEADEEELAALNKLLFDYNTEDKRKAFEKSKPKWIK   
>Tvag_XP_001302260                                                              
MKREYQTLPIPSQNTTDFTIIYNGTDVPVSKFVLGCYSAFFRTIPDFFTATTFKYDDIPSLESFKTFIDAAHGHEFPITK
ENIYSLLRFASTWEVSTLLDTLIEYYNNNYDMTLSLKELISSKNEKYTNLLCNLISSQLDIALKDESFAKIPYSTVALIL
KSPIKVLNDSQLLYKYLCDRIPTLDTNLYELFRYVDLQTLTAEYSKQIFTNFQLMKFFSTFKEPRQPGDITNDYNEIVIE
MKSVDKRIKRLEKLKFEEKFEAISEHFGDIEERISEEIKTRLREERKELDPENKLDKKLKQMADLLAKKILDLEQKIKRQ
DFAQDAHAKEIISKSQALNSNFDPIRAEMREMQRMLRVINVKQIGITEHVNNRAAAKDKE                    
>Tvag_XP_001276906                                                              
MKVIQVQHSQKFQIFLEEKRFIDTVLHFLDTRIEAHSLILAQNCTWFKERFTCSEPIEKDSSSIYHITLPINPENSVQHL
IKTIYSQKIVVSIKDAIPLLKSAEFYGCQYIVEKTSEFIEKSLTEDNVLFIVQTLSKYNLYKLGIENLQ           
>Tvag_XP_001314416                                                              
MSDKQDPNYNTEIDLDPLWDFLDYYKTGELADCTIVADGKELKCHQIVLANGSEFFKDNFTSGDTFKGSSERRIDITVNP
EGKLEKVIEFLYCGQITLSEDELMPLLEIAIFYRISILKALITEQLDKITDHNKIMNMFTECFDKDYSNATKVFPTYIAK
FYNKYSKKQISDCLDTDCFLNTLLLLKMKSKDMATEILSFFNDFNFFQDEATKQAHDTFMKFIQDSVKDNNDLTKILKSK
KPEWFK                                                                          
>Tvag_XP_001330419                                                              
MSQEFIIDNILPYHYNKFFFVNEFTDISIHTNKEVIPAHKIFLAYNCKYFHKLFADSAESISDYTIPFNPLSEFKTFISA
LYSGQLRVTRKSLIPLISISEYYGCEYMIKILKFYFSKIFPDGPTVDCIKQFCKCGCLKFSLEYIDQIILLISQSSESQK
QKIFKHIYIEHLLEIVKSKYYKSLLSNERFLLISRVCQKYTNISQEDKEKLSSTLDFNFDDIQSYVLNYNINWIPFSVSK



KIFSNILDYRRKTMSKFFESFQKQDFYNFSYNFLVSLYSIQEFNHNEQGVCDIVQSVCKATNMKDKAFDFEVFSLDASPS
NIPELSLVKIFSNDKYYCSSDEIEGNPYFNISFNKIRAKCHSIAIQSIVNNHGTMMKAPESLFIALNGKPDLIEVPASHP
GIYNYKPDTPFLLNHLHIERHPKSKYNNILRISKVSVFGELC                                      
>Tvag_XP_001329827                                                              
MAVSFSSLLQSKAFSDLCLVANGTRISIHRAIVAERSGYFHDLFAKDPSQKIVEITLPDPCSECLPHVLNFLYSDPNFHV
TKNSFGPILNIAVCFKIQALIDTLFEWMKANITAENTMYFYFAIKDIQDKLKAENDTQDKSKADADTQKQYIQKQLEETF
MTTIIDNIVLHFELIDRGDIWSLPYNTFYTVITHKNFNSSSFCLSSAIAYTIMNNSKLEKSEVETLLSLYLQIDWPASIT
ELVQNSAPNDPRNQNSISSLLLPFVAKHFRRIPNTEFSKFPHKFMTALVSRDDLNAPSSEYVRQQIQNLTNSTTRVNKQR
NLQMWEAFLGDGKEREYHTLPVTKENIRVLILSSVYLDVLTDIKQDLVEGGIQAQNIFLFNADTGHPTSTLLFQFDVVLA
FTHYQFENPDITCSFLYDYVQNGGGLVTCYGFCRDDEWGLGDEALDSLMPFARGTQLTKCAREKVIVEDNHPLMDGIKTI
RHGEFSPRCNVKLNEGATLVASFADGVPLVAYKETNRMNQKIVSINFYPVSSRVHRLGFPPDQPWTQIFTRAILYACGID
ISNKPEEASGDEDPAPAD                                                              
>Tvag_XP_001329125                                                              
MSLTDNDDNFTEQVGEDGQVLVKVPKSRIDSAFNEFRETGRFVDCQFQVKQGIISCHRVILSKYSDVFLELFSKLPNDEN
HIIIDIPFCLNEESFKDVIDFIYTFSIKVTPKTIADILITSYLYGIEELVAIATDYFLEALDGENVLDITEKFKFSLSNE
TIQKYPALYQNYLQLIQNSGLFASIIAKKFTNYPRQKIMDKIPTFLVADIMKNLNYETINDISQYPSINDFIIEFIDKFV
EGKQLSDLDKECLSKVIDWSDPESYQYFVYHQCDWVTSSISRRMFDKILNMRRNSIPSIENQVSNLKSNSHHFLGVLSLL
QLIVSSKGETEVSECNILKSIGTLWNTVKPFNPLTYNFVQLSADTSPPLCPHMSVQNMFVDNEEYYFAHSAYASEDIEPY
KKSLKVGITFDIHTMDGRDIHANLRNQKMDIRTPAKKKDKGLPLKISTCTDYDTSSIEIFCSQQSHYISIFGLRISFIDI
IGKFVLK                                                                         
>Tvag_XP_001323955                                                              
MKQLFSNSDCQNMDSDAAKIVCRFKEFRQKGLFIDCIFTSWNKPEVKAHRIILSKNSTLLKHYFETTPYNPSNIKLNIPF
NTPDHSFSKIVNFFYNNTIELTNDNVIILLAHSIIYGIKHLEKIIMDLISDSINKTSSVNFFKQVISFTISADSYSKFPD
LAQNYDRFIRQLDFLAKYVAENYVDDELYEVFSCVNPRLLSMILKHSSIPDSKKVKIINDFVANLELTTNDMTYLTDTIH
WENPDSYTYLVKNSCEWLLPKVSRKLYSIIITNRRISANAFQHKIDSISDIDPSNSDNKQAQGTTENQPPSRKLQNWFPF
AWLTVVWDSQGKTCTPEVELSEFIGTLGGLVKFFNPVNYLLLESFASTPIHPKIFSAAYIFEDSKNYFLSNCEHNYIGFK
MRLPCFKLSSIIVTFDNRERGKPMTSNTKLMYNSLGKMKLLISDSNNKTKFPNPVLPGVPFECKQIPVLFICVIPDTAGD
GNIKCLRVSRLKSYGTFDVD                                                            
>Tvag_XP_001315684                                                              
MQSNKKVIVEKTNENDEPNTLETLIKIEIHPVESKFVEFFATKSFVDCILELSSEQIHCHRLILAKYSNVFRSYFIKHDT
TDNKLLPPPYVISDKALSQIIDFCYKSTISVDSSNIVDVFITSAMYGIKVLTALLSESLLNILDNGNILDYLPKFKIQLT
DEAIQNFPELLDNYRDLRDNIGGICDIISKNFAFISRSKFIDNTPLYMLPDILKKIDYKDLYDTAVFESKDDFVLYTIDK
IVGDSEISTLDKECLSKAIEWDQENSYLYLTKYRLNWVLPSILRPILAKVFKSRQKTIQKVDKIVGKLKSKIHSNFGVLD
LLQIIYASKGETKVESKNVLSVLSTMWGTTSITNPALSGFVQLTADTDGPLSSFYDPRNVFVQDDYSYLTNSTCDYQNPE
FTHYQQKLTLGFVFDKTVGNKVIPSNLKIDEIKYHLPESVKKETSKITIMYDTNNPGTGIKLVCKPSKDQATYNIFSMHV
KYVEIIGKFELE                                                                    
>Tvag_XP_001315189                                                              
MSIQNKLNEYRLNGYFIDYELKCGEKTFKCHKILLAKNSTLFKEIFSKKSDEQVEIADCYESEFESIMESVYTNKLEFTQ
DNVVKILGFALAYGFKSITNTARTKMTEFLQKSKDKVLEYSEQMVEFNISDEESNRAIQKIICDNFDNYDIDSLLDKITS
TCLYLLLSSDKLKVRSDDYRLALIDLFHERRPITDQKIRYDLANLFDFHPETNESAYKFIINHKCMWAPEELTIKLYRIA
IKNRLQIARQYSEATNTFADTKSRWIDFQWCSQIHNSEISEDSIKIELVSFARTFGGFIDAVNPRTFGLIGCSSSTPFGF
NKNKNSEYKCQFSSSGIFMDDNRYFASMGDAYIEVNFGEDSSFKISKIEIQSLPKSVGEFKWNKFPLKFAEIKNEEKIKN
EENQVNLDETEIMKKRLGVPESLDVLVNDKCAVQNVKFERNGEEKVFVWSHTFDDETSNKVRIAMSKNNNAGGKVLRIGL
IKIYGHFV                                                                        
>Tvag_XP_001307753                                                              
MTEQSQLLTRDTVFEFEKIALDQRFVDCTIIVEGKEFKAHRVLLAGCSKYFNEYFKDNSVTTCTLENYSASSFQLFITFL
YTKKILLNLDNLANAMKLAFYLKIDTLFNTINDFLQTVANPDTAIVLLKSVGFALSALTRFMKFCATLMEKMSANTDFAF
LKVPEMKLLIKKARFSNGYVRDDIIAKYCRAAQIDPEQFAEFKQFDPALPDSSLKKPTFSAVCLAAPPDPGLFQRLKGQV
GVEASGSLNGRDPATIIEEDPIKHWFTESDGNAWVLFEFKELYIQPTHYGIWSHGGTSTLKNWAFQASNDRQNWIVLSTH
NNDDSLKEPFSEKTWPIDTNGYFKYFRIIQTGHNWSGNRWLYLQKVEIWGVACSKDKF                      
>Tvag_XP_001305583                                                              
MQQEFDFSEFFDKSLVTDCLIKFEGSSSAEIRAHKLILANSSNFFFNMFTGQMDEERTGTVNLVYNPDNLLQEAIRWMYN
GKKFYEDYDIEKLLKLYAVSAFYTIENLQNDLKTVISQKIPQLKMLNYCDFCYKQGLSETLNYLAVLIGENFEKYDDISK
MSDILDVRVYALALQK                                                                
>Tvag_XP_001304004                                                              
MAHYISSIQWPESSIIKIQTSDGFPMILHKPFLKHRWLLYNKQPELALQTAQSLTKDELQALLLFIYSNLPAKLSYVKIF
QQCGLTNTASLQDSTFTEDMRQMMNDTETFDFKLNAAEEGKFVLCHRPVLAARSKYFKALFISHSLENETSEWRCAKPIP
FKTLQFFVEYLYTGQINAPEIMHIIPLCWLVRYLRLSNETEIENIVISNLSRELCDDNVEEISKIAEEWNIRCVKGLVEK
HQSTH                                                                           
>Tvag_XP_001303054                                                              
MSIKQKFTLNHTLKNNIRSFYLDGHFFDCTLVSGTSTLQVHKIFLTNLSEWFEEKFLECSDSMKMTTLQITMDPQNLLFS
FIDSIYKGKLVLNSENYAAYLKCAVYYKFNSIIQQIEDFIMKKIVFLDATKELCNFQLNEQLIRMKFNGKDSLRLILDEF



TNATNKTKIYDILSATIFANILRISKYSDDEKVALIDEFVIYKKLEDSLSEQEKNHFASVINWHNQDAYLYLVHYDCIWV
PSEISRNLYSKILSNRRMSVKGFENDVKKVVGSSSISNPLSWIAEINNSKGASQTPEVSIFEMFSTLGTHMFINPVEYNL
LHVSASPHLGIQRPILRDYIPANVFSNNGRYYLSQAGSKSNLPYFQLSLNKKDKFVPSSITVASNESFPINTPPKANSVR
KTLQKKAPKDICIDFANSDKSVAQINCCMKQGNNLSLDADKSIQININERIEINSVRITMTSPSESGYWNFRLSGLDMKG
KFLP                                                                            
>Tvag_XP_001581374                                                              
MADDQQERQIELKLDTKFDYHEFLDQNLITDCVLVIDGQEIHAHRVILANSSSYFNNIFTSGMTEDITKKVEIIKNPENV
FSLVLRWMYTGNLQFPKEKIHAIIEVAKIYGVNALLDLLENYLSKLFEAPLESITDFINATYDKRYPDGTKYENTLFIVA
KHLAHYLPSCAESDEQLNIISNLVDCKAWGIALSHYTADSEPKKDLEKKIDLTLKFLNSTNDYKLTEQDVNNLKIGFEGL
PNNTKLEKFYNKLYNKCQ                                                              
>Tvag_XP_001581269                                                              
MSAVRIKQRLISRFHEYLDRGQFVDLKLRHGVNTYQVHSLVLAKYSGWFAKTIKEMDCCPGDRMMKINLPEDPDDQFGTI
IKILYTDQLTLDIKSAPALLRIATYYEMPHLQAIVRHFIAKTTVEPIINDAVLFSYASKFIQFKLIDDAIKLAPEFAKRL
MSKSKTPSDVNKYIVRIYQEVKDGRVVAAIILDQNFLNYWSEEEKVAQLDRYHKFNPDITDDEKEALSNFNIINWKSPTA
YQYLVKYQCDWLPPRVLRPLYESIFKYRRANAHHFEKDIQNSSSTVSRWYPFSWATQIANAIESESTPVVELISFITTLG
GLIVPKDGDAVKFGLLNPNGNQKLPQEELSTFEMANIFKDDNSYYQAILYDDKIGHGPNFIVIELGKSCEFKPQNVIVDM
KYPDTISDSLSKYKNSRKQHFPEYITTSSFSSIPEFKETLFKTDNKQQPLFEYALSKPFNRIYINPPLDGSLIVFRVRLV
KIFGSFLQTHG                                                                     
>Tvag_XP_001318671                                                              
MIQKPCYAPIFNFSEFLDNSIISDCEIILDDGEPPIKAHKLILANSSSFFLNIFTAQMEESATGKVPITKNPGKLLRRVI
NWMYDGKIQYNDDNKDLLRLYEISLYYGVLVLNESLQKLIREKIKTEDILDYCDFCFNEELSRTLEFLAELIGENIGEFT
DLEKLSQILDVKTFSLALKSSKLNTREKLQKISKFIGDYTMEGNDISDLKDALNKSSDKGTINKDQLKKEFPELSVLLDD
>Tvag_XP_001314915                                                              
MKVFNRDQNQNNILDLYQEKLFCDIVIHWKNEEYYAHRLILQNYSSYFASIFEKYKDTTDIPRVDHVTIEINPQNMFSKV
IDILYSKPVQITVTNVVSIYKICCYYGIYSFIENIKNFITKSLSSNTVLHYVTEFISYDMIEESKIIVPFLSQTFLQIIN
SKTPQQEAELEQLLKCVSNGILFSYVIMADPLNSALSEYDKFCLVDKYSKIKRFSEAESIELASLFNWEDPNSLNYFVEF
SCDWLPLNISRKCYSTLLSRRKNIIKVFESISENVKEQASRLHCFLWVDICSKASIVPDHPSINILDFISSLGNSNVEFD
PIKYSYLLCNVHQTTYDIFHPIQSIFKNDQSYAIIESCDDHPASISLSFGNHTVITANSFTISCDIEKNTRKPNNITTKQ
YYTVPNQLLVKTFLNGTISNEFEISSDQNKIYQLEKVPNSFDSILVSIPPSLSDIYKILRIRNISIVGTVDTQ       
>Tvag_XP_001311911                                                              
MESMKKRPDHPDFLVTTNDGVPLGLHKALLFNRWPLFRESQERCRTNIQKIDSGPFKQILEYLYAGLMPSESLRPTFGTI
GIPFPSSDFREKYIADMRRLYTEKTCSDFKISAHGKIFSVHRFILASSSEFFYSLFSSGFEEDVTQTMEDLFSTSIKQIE
SMLSYIYTGEVVLSSVDECLQFLYICKKYIVKAPSPREPETMIATLITSKFMSEIDYARSKAVSYSYKVLSEILSACLE 
>Tvag_XP_001306001                                                              
MFNVKHRLHRIYESFLHNDQFIDTILVSPDNAEISSHKILLSKESKWFFEYFQANPSNEKVQIVHLPFNPDNIFTDIIQF
IYSERLTITTKNMAQLYACATYYKFEKLRFIVSRLFEKSLCVENSLFLCSNLIKFGMDEGAVKIAPIFANEFSKNLKGEE
SLLSIQQIFDCCSPRVLAEILKDPCLDFVTRNQKVQLIDQFCTNDLVLDDQNKEYLASVIDWTLKDSYKIYLSSQCDWLP
SKIQRFILSDAFNARKNTLKSLSSTSNHTPRKFGNWYLLSWLTALSKGEVSEKPPEVEAIKFMTTLGISDTRYDPELFTL
IRSKSSELLDQDFSPSKLFTDTGYFCSISTEETPYLEIDFGAHAGIITSEIGISCELTNDSDIPKPVPKKLVVKGFVEGN
DQCLYEKVFRYAKHEAKDGIKTFPLVCDVPIRKIRISVPDVSAFGFEILRITKLTLTCSFIPA                 
>Tvag_XP_001303053                                                              
MRNLRITSQVNHFRNNNMFLDVELRHKGESIKAHRLILSQNSQWFREKLNNVKPPSYNEPVVIDLPWNEDNAFQHVLEAI
YTGHLQLTPDIAPAVLKVADFYKFRNIAYLTSDYIKDLVKTYNNEKKDIKAEYCKKFVSYQLPEYYDILVDYAARKFKQL
FIAEDQNETVDEVYKMCADGRFIAKIFMHQDTESTKGRDPSSGTLYYDIKSLFKDDDDAICEQFDAFFKNHRTNMTLEEK
KALSDVEIINWTKQEKYQLIIRHTCNWLDPSISRNLYGIVLSNRRQVCKHFDGDIQKIQEETVNRWYGAEWLSQITSAID
SETTPEINVVKFMTTLGGAVDYVDPELYGFINPESPNSKNSPEEIIQERQPKNAFRDDTICFTALQCILGDFKQYQFHVD
FGPRAIFQAHSILVDMDNMYRNLEVTDNQSCIVDPKRRKSHKLPPKVYVQSCPDNKTEAFVPDGIGVNWQEFEHTLNKFV
VTVDKDEPTIFLRYVDIKGCFLPTIQLPKK                                                  
>Tcru_XP_819374                                                                 
MRDSVDASEIKALLQELEGVVGTPTTNKGENERPFSPKKRGSSNVDVAVSRYAGHLGQSKFSTYANTTNDSRRAVVPLWE
RLPPMNTVDITGDASCPVKSPVTASQKTFLRPKLVGGVVGASLQRMPLEGKVNNASPLKNDEQGLQQTKLTSQKQIQEEE
KEPPTTSFSKEPVAQGEGEDREREVNFLPIMCARYINPAGITPRARWGHTLTPMQGQKLLLFGGMEIEEGETASLFEYDT
HHISWDPVCVSGGVTPTPRTNHAACASGGRWLYISGGTTDRGTRVLGDLYCYDIFTQEWTCLWEYGGSSTRSKHEPTPRF
GHSMVSWEDRLYIFGGKTPKRDQGDSQSTQHVTVASTDVYVFSLTSRKWKRRIHAGKTMGVNGDGKNILNNRKTEETPLP
AASSVTQLTNVFSERPANRFFHAACALGDCMYINGGTGDGGVILSDTWFLDLRKQHWVLLHNGRTADSFPREKHHLFACG
EALLVVGGCSASSQSTRITLKYHNFVAVLPFEGNDSPCWIPVAMGNVSIVAPNRKSFGAAFAGGFVHVFGGVSGSEPASN
SMVRFLAADGYFETDSRSWAKSNADALTSMMRHIREASISTMFDTYAIPRSWDGETGIDTLSNRPYGVHRGFLQQRAPKF
WEDLKRCRMEHVKPAGTGSAMPSLDLTDPLKEAFTPSPVFPTTGGVATTSTAAGETHPSHAVAYFTEGNSRIQGLSVSLS
AEQLQCLLDYIYWGDVRHRILLEQEEEEYTKDANVSGQGDAMQEEAKVLQALRHAADVYELHPLMDICDALLARSRKKLK
QAHERSTRQLQADLLSLLESSNSATATVLFVDPHTKQKSVYSLHPFILMAASSFFNDLLRPLVSGEKTTFQVGPVAAKMR
SAGRGSSQTRRDILVGPVSVPYLAVKPLLRFLYTQMLTVPREAVFATLLGSHLLDVAPLQAYCESILAREEVNYDTAGHF
YSLGRKYHAPLLQETALLTAVLGYAEVCRSPAYKALSEKEAREIDAVAHELGATSWIAPPQTVSEVKPAAVYQLRWNASS



PLSK                                                                            
>Tcru_XP_812911                                                                 
MRDSVDASEIKALLQELEGVVGSPTTTKEENERPFSPKKRGSSNVDVAVSRYAGHLGQSKFSTYANTTNDSRRAVVPLWE
RLPPVNTVDITGDASCPVKSPVTASQKTFLRPKLVGGAVGASLQRMPLEGKVNNASPPKNDEQGLQQTKLTSQKQIQGEE
KEPPTTSFSKEPLAQGEGEGEDREREVNFLPIMCARYINPAGITPRARWGHTLTPMQGQKLLLFGGMEIEEGETASLFEY
DTHHISWDPVCVSGGVTPTPRTNHAACASGGRWLYISGGTTDRGTRILGDLYCYDIFTQEWTCLWEYGGSSTRSKHEPTP
RFGHSMVSWEDRLYIFGGKTPKRDQGDSQSTQHVTVASTDVYVFSLTSRKWKRRIHAGKTMGLNGDGKNILNNRKPEETP
LPAAPSVTQLTNVFSERPANRFFHAACVLGDCMYINGGTGDGGVILSDTWFLDLRKQHWVLLHNGRTADSFPREKHHLFA
CGEALLVVGGCSASSHSTRITLKYHNFVAVLPFEGNDSPCWIPVAMGNVSIVAPNRKSFGAAFAGGFVHVFGGVSGSEPA
SNSMVRFLAADGYFETDSRSWAKSNADALTSMMRHIREASISTMFDTYAIPRSWDGETGIDTLSNRPYGVHRGFLQQRAP
KFWEDLKRCRMEHVKPAGTGSAMPSLDLTDPLKDAFTPSPVFSTTGGVATTSTAAGETHPSHAVAYFTEGNSRIQGLSVS
LSAEQLQCLLDYIYWGDVRHRILLEQEEEEYTKDANVSGQGDAMQEEAKVLQALRHAADVYDLNPLMDICDALLARSRKK
LKQAHERSTRQLQADLLSLLESSNSATATVLFVDPHTKQKSVYSLHPFILMAASSFFNDLLRPLVSGEKTTFQVGPVAAK
MRSAGRGSSQTRRDILVGPVSVPYLAVKPLLRFLYTQRLTVPREAVFATLLGSHLLDVAPLQAYCESILAREEVNYDTAG
QFYSLGRKYHAPLLQETALLTAVLGYAEVCRSPAYKALSEKEAREIDAVAHELGATSWIAPPQAVSEVKPAAVYQLRWNA
SSPLSK                                                                          
>Tcru_XP_811698                                                                 
MESIETVEVVSENGARFRYHCPVKLLRNMSLDASHYSPQFTVGGYTWRLHLQRRATAASGEEFLSIHLQSCTNAAVVAQF
KLLLQCYEDPPSSKGHIFRCTFKKSGSAWGMNEFIPMWRLIQQENGFVYEDEGSGALYFDIDVLLKIVDANGQSYGNGGF
ETNVLPGRSSSPPAQLNFHQDPNRALSRMRSPMEYRGVGPTRSTSARGHLIVAPENGFIVGGGQAVVRAPLLYPFEHLEA
LTDMTFDIQGVRMKAHRCVIAARMRPLLPENVLPLQPGCVVTIAVTADVFSAFLRYVYTEECPQQGVLPPEALLDLYLLS
SACEFYELSGVCLNFVRPLLTNENILHITLTRYNAGDEVLNALYLRVLLENYDFLIQDPKFEEIPGHLFRRLSLILRDKE
PVPQVTIPTSKNTLGRQLAWLAESGEYSDMELVVGPKHLIVKAHRYILASRCVLFSQAINPRSSVAVPPFTAAEFDFSQR
SWQKLLIGIYRHHLESYRDFSAEDVAIVFKMHSVFGMDGHLKREADEAFNHQNALRLLIYAVKHQVPELHERGISYVASN
FNALIQNDPQAWELVSELPQHAVLALFRMVVESQR                                             
>Tcru_XP_809118                                                                 
MESIETVEVVSENGARFRYHCPVKLLRNMSLDASHYGPQFTVGGYTWRLHLQRRATAASGEEFLSIHLQSCTNAAVVAQF
KLLLQCYEDPPSSKGHIFRCTFKKSGSAWGMNEFIPMWRLIQQENGFVYEDEGSGALYFDIDVLLKIVDANGQSYGNGGF
ETNVLPGRSGSPPAHLNFHQDPNRALSRMRSPMEYRGVGPTRSTSARGHLIVAPENGFIVGGGQAVVRAPLLYPFEHLEA
LTDMTFDIQGVRMKAHRCVIAARMRPLLPENVLPLQPGCVVTIAVTTDVFSAFLRYVYTEECPQQGVLPPEALLDLYLLS
SACEFYELSGVCLNFVRPLLTNENILHITLTRYNAGDEVLNALYLRVLLENYDFLIQDPKFEEIPGHLFRRLSLILRDKE
PVPQVTIPTSKNTLGRQLAWLAESGEYSDMELVVGPKHLIVKAHRYILASRCVLFSQAINPRSSVAIPPFTAAEFDFSQR
SWQKLLIGIYRHHLESYRDFSAEDVAIVFKMHSVFGMDGHLKREADDAFNHQNALRLLIYAVKHQVPELHERGISYVASN
FNALIQNDPQAWELVSELPQHAVVALFRMVVESQR                                             
                                                                                
                                                                                
*******Cullin***********                                                        
>Hsap_ENSP00000252050                                                           
MVGERHAGDLMVPLGPRLQAYPEELIRQRPGHDGHPEYLIRWSVLKCGEVGKVGVEEGKAEHILMWLSAPEVYANCPGLL
GERALSKGLQHEPAGVSGSFPRDPGGLDEVAMGEMEADVQALVRRAARQLAESGTPSLTAAVLHTIHVLSAYASIGPLTG
VFRETGALDLLMHMLCNPEPQIRRSAGKMLQALAAHDAGSRAHVLLSLSQQDGIEQHMDFDSRYTLLELFAETTSSEEHC
MAFEGIHLPQIPGKLLFSLVKRYLCVTSLLDQLNSSPELGAGDQSSPCATREKSRGQRELEFSMAVGNLISELVRSMGWA
RNLSEQGMSPPRPTRSIFQPYISGPSLLLPTIVTTPRRQGWVFRQRSEFSSRSGYGEYVQQTLQPGMRVRMLDDYEEISA
GDEGEFRQSNNGIPPVQVFWQSTGRTYWVHWHMLEILGPEEATEDKASAAVEKGAGATVLGTAFPSWDWNPMDGLYPLPY
LQPEPQKNERVGYLTQAEWWELLFFIKKLDLCEQQPIFQNLWKNLDETLGEKALGEISVSVEMAESLLQVLSSRFEGSTL
NDLLNSQIYTKYGLLSNEPSSSSTSRNHSCTPDPEEESKSEASFSEEETESLKAKAEAPKTEAEPTKTRTETPMAQSDSQ
LFNQLLVTEGMTLPTEMKEAASEMARALRGPGPRSSLDQHVAAVVATVQISSLDTNLQLSGLSALSQAVEEVTERDHPLV
RPDRSLREKLVKMLVELLTNQVGEKMVVVQALRLLYLLMTKHEWRPLFAREGGIYAVLVCMQEYKTSVLVQQAGLAALKM
LAVASSSEIPTFVTGRDSIHSLFDAQMTREIFASIDSATRPGSESLLLTVPAAVILMLNTEGCSSAARNGLLLLNLLLCN
HHTLGDQIITQELRDTLFRHSGIAPRTEPMPTTRTILMMLLNRYSEPPGSPERAALETPIIQGQDGSPELLIRSLVGGPS
AELLLDLERVLCREGSPGGAVRPLLKRLQQETQPFLLLLRTLDAPGPNKTLLLSVLRVITRLLDFPEAMVLPWHEVLEPC
LNCLSGPSSDSEIVQELTCFLHRLASMHKDYAVVLCCLGAKEILSKVLDKHSAQLLLGCELRDLVTECEKYAQLYSNLTS
SILAGCIQMVLGQIEDHRRTHQPINIPFFDVFLRHLCQGSSVEVKEDKCWEKVEVSSNPHRASKLTDHNPKTYWESNGST
GSHYITLHMHRGVLVRQLTLLVASEDSSYMPARVVVFGGDSTSCIGTELNTVNVMPSASRVILLENLNRFWPIIQIRIKR
CQQGGIDTRVRGVEVLGPKPTFWPLFREQLCRRTCLFYTIRAQAWSRDIAEDHRRLLQLCPRLNRVLRHEQNFADRFLPD
DEAAQALGKTCWEALVSPLVQNITSPDAEGVSALGWLLDQYLEQRETSRNPLSRAASFASRVRRLCHLLVHVEPPPGPSP
EPSTRPFSKNSKGRDRSPAPSPVLPSSSLRNITQCWLSVVQEQVSRFLAAAWRAPDFVPRYCKLYEHLQRAGSELFGPRA
AFMLALRSGFSGALLQQSFLTAAHMSEQFARYIDQQIQGGLIGGAPGVEMLGQLQRHLEPIMVLSGLELATTFEHFYQHY
MADRLLSFGSSWLEGAVLEQIGLCFPNRLPQLMLQSLSTSEELQRQFHLFQLQRLDKLFLEQEDEEEKRLEEEEEEEEEE
EAEKELFIEDPSPAISILVLSPRCWPVSPLCYLYHPRKCLPTEFCDALDRFSSFYSQSQNHPVLDMGPHRRLQWTWLGRA
ELQFGKQILHVSTVQMWLLLKFNQTEEVSVETLLKDSDLSPELLLQALVPLTSGNGPLTLHEGQDFPHGGVLRLHEPGPQ
RSGEALWLIPPQAYLNVEKDEGRTLEQKRNLLSCLLVRILKAHGEKGLHIDQLVCLVLEAWQKGPNPPGTLGHTVAGGVA



CTSTDVLSCILHLLGQGYVKRRDDRPQILMYAAPEPMGPCRGQADVPFCGSQSETSKPSPEAVATLASLQLPAGRTMSPQ
EVEGLMKQTVRQVQETLNLEPDVAQHLLAHSHWGAEQLLQSYSEDPEPLLLAAGLCVHQAQAVPVRPDHCPVCVSPLGCD
DDLPSLCCMHYCCKSCWNEYLTTRIEQNLVLNCTCPIADCPAQPTGAFIRAIVSSPEVISKYEKALLRGYVESCSNLTWC
TNPQGCDRILCRQGLGCGTTCSKCGWASCFNCSFPEAHYPASCGHMSQWVDDGGYYDGMSVEAQSKHLAKLISKRCPSCQ
APIEKNEGCLHMTCAKCNHGFCWRCLKSWKPNHKDYYNCSAMVSKAARQEKRFQDYNERCTFHHQAREFAVNLRNRVSAI
HEVPPPRSFTFLNDACQGLEQARKVLAYACVYSFYSQDAEYMDVVEQQTENLELHTNALQILLEETLLRCRDLASSLRLL
RADCLSTGMELLRRIQERLLAILQHSAQDFRVGLQSPSVEAWEAKGPNMPGSQPQASSGPEAEEEEEDDEDDVPEWQQDE
FDEELDNDSFSYDESENLDQETFFFGDEEEDEDEAYD                                           
>Hsap_ENSP00000264414                                                           
MSNLSKGTGSRKDTKMRIRAFPMTMDEKYVNSIWDLLKNAIQEIQRKNNSGLSFEELYRNAYTMVLHKHGEKLYTGLREV
VTEHLINKVREDVLNSLNNNFLQTLNQAWNDHQTAMVMIRDILMYMDRVYVQQNNVENVYNLGLIIFRDQVVRYGCIRDH
LRQTLLDMIARERKGEVVDRGAIRNACQMLMILGLEGRSVYEEDFEAPFLEMSAEFFQMESQKFLAENSASVYIKKVEAR
INEEIERVMHCLDKSTEEPIVKVVERELISKHMKTIVEMENSGLVHMLKNGKTEDLGCMYKLFSRVPNGLKTMCECMSSY
LREQGKALVSEEGEGKNPVDYIQGLLDLKSRFDRFLLESFNNDRLFKQTIAGDFEYFLNLNSRSPEYLSLFIDDKLKKGV
KGLTEQEVETILDKAMVLFRFMQEKDVFERYYKQHLARRLLTNKSVSDDSEKNMISKLKTECGCQFTSKLEGMFRDMSIS
NTTMDEFRQHLQATGVSLGGVDLTVRVLTTGYWPTQSATPKCNIPPAPRHAFEIFRRFYLAKHSGRQLTLQHHMGSADLN
ATFYGPVKKEDGSEVGVGGAQVTGSNTRKHILQVSTFQMTILMLFNNREKYTFEEIQQETDIPERELVRALQSLACGKPT
QRVLTKEPKSKEIENGHIFTVNDQFTSKLHRVKIQTVAAKQGESDPERKETRQKVDDDRKHEIEAAIVRIMKSRKKMQHN
VLVAEVTQQLKARFLPSPVVIKKRIEGLIEREYLARTPEDRKVYTYVA                                
>Hsap_ENSP00000314004                                                           
MAAAVVVAEGDSDSRPGQELLVAWNTVSTGLVPPAALGLVSSRTSGAVPPKEEELRAAVEVLRGHGLHSVLEEWFVEVLQ
NDLQANISPEFWNAISQCENSADEPQCLLLLLDAFGLLESRLDPYLRSLELLEKWTRLGLLMGTGAQGLREEVHTMLRGV
LFFSTPRTFQEMIQRLYGCFLRVYMQSKRKGEGGTDPELEGELDSRYARRRYYRLLQSPLCAGCSSDKQQCWCRQALEQF
HQLSQVLHRLSLLERVSAEAVTTTLHQVTRERMEDRCRGEYERSFLREFHKWIERVVGWLGKVFLQDGPARPASPEAGNT
LRRWRCHVQRFFYRIYASLRIEELFSIVRDFPDSRPAIEDLKYCLERTDQRQQLLVSLKAALETRLLHPGVNTCDIITLY
ISAIKALRVLDPSMVILEVACEPIRRYLRTREDTVRQIVAGLTGDSDGTGDLAVELSKTDPASLETGQDSEDDSGEPEDW
VPDPVDADPGKSSSKRRSSDIISLLVSIYGSKDLFINEYRSLLADRLLHQFSFSPEREIRNVELLKLRFGEAPMHFCEVM
LKDMADSRRINANIREEDEKRPAEEQPPFGVYAVILSSEFWPPFKDEKLEVPEDIRAALEAYCKKYEQLKAMRTLSWKHT
LGLVTMDVELADRTLSVAVTPVQAVILLYFQDQASWTLEELSKAVKMPVALLRRRMSVWLQQGVLREEPPGTFSVIEEER
PQDRDNMVLIDSDDESDSGMASQADQKEEELLLFWTYIQAMLTNLESLSLDRIYNMLRMFVVTGPALAEIDLQELQGYLQ
KKVRDQQLVYSAGVYRLPKNCS                                                          
>Hsap_ENSP00000326804                                                           
MSSTRSQNPHGLKQIGLDQIWDDLRAGIQQVYTRQSMAKSRYMELYTHVYNYCTSVHQSNQARGAGVPPSKSKKGQTPGG
AQFVGLELYKRLKEFLKNYLTNLLKDGEDLMDESVLKFYTQQWEDYRFSSKVLNGICAYLNRHWVRRECDEGRKGIYEIY
SLALVTWRDCLFRPLNKQVTNAVLKLIEKERNGETINTRLISGVVQSYVELGLNEDDAFAKGPTLTVYKESFESQFLADT
ERFYTRESTEFLQQNPVTEYMKKAEARLLEEQRRVQVYLHESTQDELARKCEQVLIEKHLEIFHTEFQNLLDADKNEDLG
RMYNLVSRIQDGLGELKKLLETHIHNQGLAAIEKCGEAALNDPKMYVQTVLDVHKKYNALVMSAFNNDAGFVAALDKACG
RFINNNAVTKMAQSSSKSPELLARYCDSLLKKSSKNPEEAELEDTLNQVMVVFKYIEDKDVFQKFYAKMLAKRLVHQNSA
SDDAEASMISKLKQACGFEYTSKLQRMFQDIGVSKDLNEQFKKHLTNSEPLDLDFSIQVLSSGSWPFQQSCTFALPSELE
RSYQRFTAFYASRHSGRKLTWLYQLSKGELVTNCFKNRYTLQASTFQMAILLQYNTEDAYTVQQLTDSTQIKMDILAQVL
QILLKSKLLVLEDENANVDEVELKPDTLIKLYLGYKNKKLRVNINVPMKTEQKQEQETTHKNIEEDRKLLIQAAIVRIMK
MRKVLKHQQLLGEVLTQLSSRFKPRVPVIKKCIDILIEKEYLERVDGEKDTYSYLA                        
>Hsap_ENSP00000358147                                                           
MEESMEEEEGGSYEAMMDDQNHNNWEAAVDGFRQPLPPPPPPSSIPAPAREPPGGQLLAVPAVSVDRKGPKEGLPMGPQP
PPEANGVIMMLKSCDAAAAVAKAAPAPTASSTININTSTSKFLMNVITIEDYKSTYWPKLDGAIDQLLTQSPGDYIPISY
EQIYSCVYKCVCQQHSEQMYSDLIKKITNHLERVSKELQASPPDLYIERFNIALGQYMGALQSIVPLFIYMNKFYIETKL
NRDLKDDLIKLFTEHVAEKHIYSLMPLLLEAQSTPFQVTPSTMANIVKGLYTLRPEWVQMAPTLFSKFIPNILPPAVESE
LSEYAAQDQKFQRELIQNGFTRGDQSRKRAGDELAYNSSSACASSRGYR                               
>Hsap_ENSP00000364589                                                           
MADEAPRKGSFSALVGRTNGLTKPAALAAAPAKPGGAGGSKKLVIKNFRDRPRLPDNYTQDTWRKLHEAVRAVQSSTSIR
YNLEELYQAVENLCSHKVSPMLYKQLRQACEDHVQAQILPFREDSLDSVLFLKKINTCWQDHCRQMIMIRSIFLFLDRTY
VLQNSTLPSIWDMGLELFRTHIISDKMVQSKTIDGILLLIERERSGEAVDRSLLRSLLGMLSDLQVYKDSFELKFLEETN
CLYAAEGQRLMQEREVPEYLNHVSKRLEEEGDRVITYLDHSTQKPLIACVEKQLLGEHLTAILQKGLDHLLDENRVPDLA
QMYQLFSRVRGGQQALLQHWSEYIKTFGTAIVINPEKDKDMVQDLLDFKDKVDHVIEVCFQKNERFVNLMKESFETFINK
RPNKPAELIAKHVDSKLRAGNKEATDEELERTLDKIMILFRFIHGKDVFEAFYKKDLAKRLLVGKSASVDAEKSMLSKLK
HECGAAFTSKLEGMFKDMELSKDIMVHFKQHMQNQSDSGPIDLTVNILTMGYWPTYTPMEVHLTPEMIKLQEVFKAFYLG
KHSGRKLQWQTTLGHAVLKAEFKEGKKEFQVSLFQTLVLLMFNEGDGFSFEEIKMATGIEDSELRRTLQSLACGKARVLI
KSPKGKEVEDGDKFIFNGEFKHKLFRIKINQIQMKETVEEQVSTTERVFQDRQYQIDAAIVRIMKMRKTLGHNLLVSELY
NQLKFPVKPGDLKKRIESLIDRDYMERDKDNPNQYHYVA                                         
>Hsap_ENSP00000376808                                                           
MATSNLLKNKGSLQFEDKWDFMRPIVLKLLRQESVTKQQWFDLFSDVHAVCLWDDKGPAKIHQALKEDILEFIKQAQARV
LSHQDDTALLKAYIVEWRKFFTQCDILPKPFCQLEITLMGKQGSNKKSNVEDSIVRKLMLDTWNESIFSNIKNRLQDSAM



KLVHAERLGEAFDSQLVIGVRESYVNLCSNPEDKLQIYRDNFEKAYLDSTERFYRTQAPSYLQQNGVQNYMKYADAKLKE
EEKRALRYLETRRECNSVEALMECCVNALVTSFKETILAECQGMIKRNETEKLHLMFSLMDKVPNGIEPMLKDLEEHIIS
AGLADMVAAAETITTDSEKYVEQLLTLFNRFSKLVKEAFQDDPRFLTARDKAYKAVVNDATIFKLELPLKQKGVGLKTQP
ESKCPELLANYCDMLLRKTPLSKKLTSEEIEAKLKEVLLVLKYVQNKDVFMRYHKAHLTRRLILDISADSEIEENMVEWL
REVGMPADYVNKLARMFQDIKVSEDLNQAFKEMHKNNKLALPADSVNIKILNAGAWSRSSEKVFVSLPTELEDLIPEVEE
FYKKNHSGRKLHWHHLMSNGIITFKNEVGQYDLEVTTFQLAVLFAWNQRPREKISFENLKLATELPDAELRRTLWSLVAF
PKLKRQVLLYEPQVNSPKDFTEGTLFSVNQEFSLIKNAKVQKRGKINLIGRLQLTTERMREEENEGIVQLRILRTQEAII
QIMKMRKKISNAQLQTELVEILKNMFLPQKKMIKEQIEWLIEHKYIRRDESDINTFIYMA                    
>Hsap_ENSP00000384109                                                           
MMSQSSGSGDGNDDEATTSKDGGFSSPSPSAAAAAQEVRSATDGNTSTTPPTSAKKRKLNSSSSSSSNSSNEREDFDSTS
SSSSTPPLQPRDSASPSTSSFCLGVSVAASSHVPIQKKLRFEDTLEFVGFDAKMAEESSSSSSSSSPTAATSQQQQLKNK
SILISSVASVHHANGLAKSSTTVSSFANSKPGSAKKLVIKNFKDKPKLPENYTDETWQKLKEAVEAIQNSTSIKYNLEEL
YQAVENLCSYKISANLYKQLRQICEDHIKAQIHQFREDSLDSVLFLKKIDRCWQNHCRQMIMIRSIFLFLDRTYVLQNSM
LPSIWDMGLELFRAHIISDQKVQNKTIDGILLLIERERNGEAIDRSLLRSLLSMLSDLQIYQDSFEQRFLEETNRLYAAE
GQKLMQEREVPEYLHHVNKRLEEEADRLITYLDQTTQKSLIATVEKQLLGEHLTAILQKGLNNLLDENRIQDLSLLYQLF
SRVRGGVQVLLQQWIEYIKAFGSTIVINPEKDKTMVQELLDFKDKVDHIIDICFLKNEKFINAMKEAFETFINKRPNKPA
ELIAKYVDSKLRAGNKEATDEELEKMLDKIMIIFRFIYGKDVFEAFYKKDLAKRLLVGKSASVDAEKSMLSKLKHECGAA
FTSKLEGMFKDMELSKDIMIQFKQYMQNQNVPGNIELTVNILTMGYWPTYVPMEVHLPPEMVKLQEIFKTFYLGKHSGRK
LQWQSTLGHCVLKAEFKEGKKELQVSLFQTLVLLMFNEGEEFSLEEIKQATGIEDGELRRTLQSLACGKARVLAKNPKGK
DIEDGDKFICNDDFKHKLFRIKINQIQMKETVEEQASTTERVFQDRQYQIDAAIVRIMKMRKTLSHNLLVSEVYNQLKFP
VKPADLKKRIESLIDRDYMERDKENPNQYNYIA                                               
>Hsap_ENSP00000438788                                                           
MSRGFWLAEPLAGTGPHPAPVAADSRGCSSVPRRHAPSRLSVSTPSRGPGARMVGELRYREFRVPLGPGLHAYPDELIRQ
RVGHDGHPEYQIRWLILRRGDEGDGGSGQVDCKAEHILLWMSKDEIYANCHKMLGEDGQVIGPSQESAGEVGALDKSVLE
EMETDVKSLIQRALRQLEECVGTIPPAPLLHTVHVLSAYASIEPLTGVFKDPRVLDLLMHMLSSPDYQIRWSAGRMIQAL
SSHDAGEGQCGEEGKAGEGLGRLRDSQDTVAGASDLIRTRTQILLSLSQQEAIEKHLDFDSRCALLALFAQATLSEHPMS
FEGIQLPQVPGRVLFSLVKRYLHVTSLLDQLNDSAAEPGAQNTSAPEELSGERGQLELEFSMAMGTLISELVQAMRWDQA
SDRPRSSARSPGSIFQPQLADVSPGLPAAQAQPSFRRSRRFRPRSEFASGNTYALYVRDTLQPGMRVRMLDDYEEISAGD
EGEFRQSNNGVPPVQVFWESTGRTYWVHWHMLEILGFEEDIEDMVEADEYQGAVASRVLGRALPAWRWRPMTELYAVPYV
LPEDEDTEECEHLTLAEWWELLFFIKKLDGPDHQEVLQILQENLDGEILDDEILAELAVPIELAQDLLLTLPQRLNDSAL
RDLINCHVYKKYGPEALAGNQAYPSLLEAQEDVLLLDAQAQAKDSEDAAKVEAKEPPSQSPNTPLQRLVEGYGPAGKILL
DLEQALSSEGTQENKVKPLLLQLQRQPQPFLALMQSLDTPETNRTLHLTVLRILKQLVDFPEALLLPWHEAVDACMACLR
SPNTDREVLQELIFFLHRLTSVSRDYAVVLNQLGARDAISKALEKHLGKLELAQELRDMVFKCEKHAHLYRKLITNILGG
CIQMVLGQIEDHRRTHQPINIPFFDVFLRYLCQGSSVEVKEDKCWEKVEVSSNPHRASKLTDHNPKTYWESNGSAGSHYI
TLHMRRGILIRQLTLLVASEDSSYMPARVVVCGGDSTSSLHTELNSVNVMPSASRVILLENLTRFWPIIQIRIKRCQQGG
IDTRIRGLEILGPKPTFWPVFREQLCRHTRLFYMVRAQAWSQDMAEDRRSLLHLSSRLNGALRQEQNFADRFLPDDEAAQ
ALGKTCWEALVSPVVQNITSPDEDGISPLGWLLDQYLECQEAVFNPQSRGPAFFSRVRRLTHLLVHVEPCEAPPPVVATP
RPKGRNRSHDWSSLATRGLPSSIMRNLTRCWRAVVEKQVNNFLTSSWRDDDFVPRYCEHFNILQNSSSELFGPRAAFLLA
LQNGCAGALLKLPFLKAAHVSEQFARHIDQQIQGSRIGGAQEMERLAQLQQCLQAVLIFSGLEIATTFEHYYQHYMADRL
LGVVSSWLEGAVLEQIGPCFPNRLPQQMLQSLSTSKELQRQFHVYQLQQLDQELLKLEDTEKKIQVGLGASGKEHKSEKE
EEAGAAAVVDVAEGEEEEEENEDLYYEGAMPEVSVLVLSRHSWPVASICHTLNPRTCLPSYLRGTLNRYSNFYNKSQSHP
ALERGSQRRLQWTWLGWAELQFGNQTLHVSTVQMWLLLYLNDLKAVSVESLLAFSGLSADMLNQAIGPLTSSRGPLDLHE
QKDIPGGVLKIRDGSKEPRSRWDIVRLIPPQTYLQAEGEDGQNLEKRRNLLNCLIVRILKAHGDEGLHIDQLVCLVLEAW
QKGPCPPRGLVSSLGKGSACSSTDVLSCILHLLGKGTLRRHDDRPQVLSYAVPVTVMEPHTESLNPGSSGPNPPLTFHTL
QIRSRGVPYASCTATQSFSTFR                                                          
>Hsap_ENSP00000444856                                                           
MYRVTWSTFWLRFQHYTCTMSLKPRVVDFDETWNKLLTTIKAVVMLEYVERATWNDRFSDIYALCVAYPEPLGERLYTET
KIFLENHVRHLHKRVLESEEQVLVMYHRYWEEYSKGADYMDCLYRYLNTQFIKKNKLTEADLQYGYGGVDMNEPLMEIGE
LALDMWRKLMVEPLQAILIRMLLREIKNDRGGEDPNQKVIHGVINSFVHVEQYKKKFPLKFYQEIFESPFLTETGEYYKQ
EASNLLQESNCSQYMEKVLGRLKDEEIRCRKYLHPSSYTKVIHECQQRMVADHLQFLHAECHNIIRQEKKNDMANMYVLL
RAVSTGLPHMIQELQNHIHDEGLRATSNLTQENMPTLFVESVLEVHGKFVQLINTVLNGDQHFMSALDKALTSVVNYREP
KSVCKAPELLAKYCDNLLKKSAKGMTENEVEDRLTSFITVFKYIDDKDVFQKFYARMLAKRLIHGLSMSMDSEEAMINKL
KQACGYEFTSKLHRMYTDMSVSADLNNKFNNFIKNQDTVIDLGISFQIYVLQAGAWPLTQAPSSTFAIPQELEKSVQMFE
LFYSQHFSGRKLTWLHYLCTGEVKMNYLGKPYVAMVTTYQMAVLLAFNNSETVSYKELQDSTQMNEKELTKTIKSLLDVK
MINHDSEKEDIDAESSFSLNMNFSSKRTKFKITTSMQKDTPQEMEQTRSAVDEDRKMYLQAAIVRIMKARKVLRHNALIQ
EVISQSRARFNPSISMIKKCIEVLIDKQYIERSQASADEYSYVA                                    
>Cint_ENSCINP00000002432                                                        
FLRKLEQQWQDHCQQTIMIRCIFLVLDRTYVLQNSMLPSLWDLGLDLFRENVLSREHVRERCFFGLLNLIKRERSGDTID
RCLLRNLLSMLNDLHIYHTMFEKRFLHETEESYSIEGSAKRSSMEVHEYLIHTERRISEERDLCLACMDHSTLKPLTLCV
EEQLISKHTEALLSKGLSHLIVENRIDDLMRLYKLFSAVKDGIQSLCTHFNKHVKNVASLIVLDVSNDHTMVQDLLDLKE
KLSNIVTKCFSKDLKFVEALREAFESSINKRQNKPAELIAKYVDQRMKSGNKEATEVELDRTLDQIMMLFRFIHGKDVFE
AFYKKDLAKRLLVGKSASVDAEKSMLSKLKQECGGMFTGKLEGMFNDISHSKELMAQYRQHVTTKKEGKVPNIDMSVNIL



TMGYWPTYPPMEVQLPSYLVKLQDSFKDFYLSKHSGRKLSFRASLGHCVLKSKFKNGNKELQVSQFQALVLLLYNEATCF
SFLQIKSDTQIEDSELRRTLQSLACGKARILTKSPKGKDVNDGDNFNLNTEFKHKLIRIKINQIQLKESVEENTDTTERV
FQDRQYQIDAAIVRTMKTRKTLSHQLLLTELYDQLKFPLKATDIKKRIESLIERDYMERDKDNTTQYHYMA         
>Cint_ENSCINP00000004540                                                        
MSRRINFDETWGRLSDTVQKVITAAPLPRPVWNDKFSDIYSLCIAYPEALGESLYKETKTFLTSHVQHLCKIISLNYQLF
HRHWKTYSQGAMYLNLLYHHFNHQYVRKSKQSDVDIEYGFVVDDKEQMLEIKDLAMEAWREGMLDPLQHRLVSTILRDIA
RDREGKLGGESVHQVALYSLVAVEQHKKRNALKYYEDVFEKLF                                     
>Cint_ENSCINP00000004560                                                        
KMSRRINFDETWGRLSDTVQKVITAAPLPRPVWNDKFSDIYSLCIAYPEALGESLYKETKTFLTSHVQHLCKIISLNYQL
FHRHWKTYSQGAMYLNLLYHHFNHQYVRKSKQSDVDIEYGFVVDDKEQMLEIKDLAMEAWREGMLEPLQHRLVSTILRDI
ARDREGKLGGESVHQVALYSLVAVEQHKKRNALKYYEDVFEKLFLQETGDFYRAKALELRDDSTCSEYMNKILSLLTDEE
MRSRRFLHISSYKKTTLECQQRVIIDHIKFLQAGCRQMIRHNSATDLHHMYMLLRVSNGLTHMVSELEAHIKETGLDLVK
GIKEGNVPLQFVETILEVHKRFHDVIRDTFHSDKLFVSALDRACTAVVNYSDPKQQCRAPELVSFVYFSTSLRFGSLARY
NTFFFWLIITPTPTVCKYCDAILRRCTKGPSNDADEKLQSSILVFRYIDEKDVFQKVSYLTSPLPQFYSRALARRLIHSP
CAMDMEEMMINRLKGVCGYDFTSKLHCMFTDVRLSTELGKKYQETVAKTEDSSQPSINVNVLQAGAWPLTANQVEFVLPE
TLHRCLKQFEEFYNHKFNGRNLSWLHHLSQAEVRINFTSKPYLVSMSTYQLAIILLFNESIELTVSDISQNTKLKDKDLE
RNIAALTDANILLKTTQEKLEDMSVIRVNNKFSNKRTKFRVAFTQTQKEQSTEVQQTHTAVADDRKLYLQAAIVRIMKAR
KVLHHNTLMEEVINKSRIRFTPSVSAIKRSIEALIEKSYIERSPDSPDQYRYLA                          
>Cint_ENSCINP00000005419                                                        
MNELPENPEVLLEAMLETDTDHMFEALVLHHLKKHMQNTIIPEFCKRTSLPSFYDVTNAIGGLYTSVLWFLNYARVWRDC
ETLTSKIKTVVKSALRWHLPNHMKDTFTKMFTYVFQYHLWRDSEYESESFTVEWKGEKETLVAQDFNDFVGNSFSPLVST
WLVELDLVDVLSNESAHAMLEAEIERYVLNTCKGEFEQSWMTPEDGGLLQWLKSKVFPFLLVIFYKNVDKAKWNKTLCFM
LYGAYTKLRISEMLDIITDYPESVPTIQDLKLCLQHTRQRPRLIDSLKNDIRNRVLHPGVSTQNIITVYISAVKALRELD
STGVVMEMVLEPCTTYLTQREDAVRMIMQGLLGDEGTNDLAAELANSQETDQSKCWNERVTENPEDWIPDPREADPHKVD
KSSRTSDIVTLFIGMYGSKEKFIWEYQKLLSKRLMQTWYDEKSESTEIRNLELLKMRFGEDDMSKCAVMLKDIADSKRIN
SLVKEKHTKQDDQQSDIDVRTMIVSSHFWPTIPSQTMEPPEKIAELLQLFNKGYEGLKASRSLKWISGVGMVEIEIELNN
KKLEFKVPPLQATIISHFEETETWTLAELSDKIKVPPTVLRRKMSFWMQRGVLKQSSTDTYSTTEGSSDAPLPSDVASSS
SITGGCLVACDEEEEENSNQNIEKEKKEKDNKMFWFYIKGMLKNFQSLPIDRIHKMLKMFAVNDANMQIELPQLKQILNE
KVQQGLLVLNGGKFKLSDDAK                                                           
>Cint_ENSCINP00000006037                                                        
MSRLSQPTKKDTKMRIRAFPMTIDEKYVANIWDLLKKAIQEIQKKNNGGLSFEELYRNAYTMVLHKHGEKLYTGLHEVVT
EHLIKVREDILQSLNNNFLQVLNSAWDDHQTCMVMIRDILMYMDRVYVSQNNVDSVYNLGLKIYRDQVIRQKDIRECIQS
TLLELVAKERRGEVVDRGAVRNTCMMLMTVSLNGRDVYEEEFEKGFLNQSSEFYRRESQKFLVENSASVYLKKVEARIEE
EAERARHYLDPSTEPEIIAVLERELIQRHMKIVVEMENSGAVHMLQHDIKDDLLCMYQLFIRVPQGFETLRDCLSAYLRE
QGKSVVEDGGQKSPVEYIQSLLDLKDRMDDFHRNSFKSDPLFKKMICSDFEWFVNLNPKSPEYLSLFIDDKLKKGIKMLS
EQEVEVVLDKTMSLFRFLQEKDVFERYYKQHLGRRLLTNKSISDDSEKNMITKLKNECGCQFTSKLEGMFKDMHVSSTTN
DDFKKHVQSTSTSLQGVDLTVQVLTTGCWPTQASTPTCNLPAAPRHAFDVFRRFYLGKHSGRQLTLQHHRGAADMNASFF
AAAKPGASNEGESASVKPTTRRHILQVSTFQMVVLMLFNDREKWLFEEIQQETEIPVKDLSRALQSLACGKTNQRVLQKD
PKGKEIEKGNVFTVNDNFSSKLHRVKIQTVAQKQGESDPERKETRTKVQEDRRHEIEAAIVRIMKSRKEMQHNLLIAEVT
SQLKHRFLPSPVIIKRRIESLIEREYLSRSNTDRKVYIYVA                                       
>Cint_ENSCINP00000006254                                                        
LYFVFDVQGNQQTFDEKWPTMQPIILKLLSQQSVTRQEWQDLFWDVHSVCLWDNQVGPEKVHTALKTNISNFIKEAQQRI
KTHHDGNALLRAYIVEWRKFFDQCVYLPEPFTQLEKSLSGTPSKKKKQEQNTIVRKLMLDSWNKNIFKDIYEQLKDRTME
LIKHEREGGELDAQLVIGVRQSFVNLCSNPDDPLEIYREHFENAYIASTEEHYKSEAETYLAEHGVRKYMKYAYQKLLEE
SQRGTRYLESSSQTRLNARCVKVLATQFSEAILAECKLMIRENEMDRLYLMFNLMNRVPNGIDPMLECLQEYIVQQGLAD
MKECCDIITTDSEKYIDLLLSLFNRFSDLVKKSFDDDPRFLTARDKAFECVVNDYSVFNVELQTRSKQNPIKLPPESRCP
ELLANFCDMLLRKTPLSKKLSSEEVDAKLKDVLLVLKYVSNKDVFMRYHKAHLTRRLILGTSADSEKEENMVEGLREVGM
PADFVNKLARMFQDIKVSEDLNTQFKEAREDRSSELANIKILNAGAWSRRSDRIPVSLPAILEDLIPDVEEFYKSKHHGR
MLNWNHLMSNGVMTFKTEVGSYDIEVTTFQMSVLHIWNSRPTESISFESLRLATQLPDTELRKTLWSLVANPKLKRQVLL
CEPKLSSPKEFQESSMLAVNHQFAVMKAGKPQKRGRVNLIGRLQLSTDKSREEDNEGITQLRILRTQEAIVKILKMRKRI
NNAQLQTELVEILKNLFLPQKKLIKQQIEWLIENKYMKRDDDDINTFIYIT                             
>Cint_ENSCINP00000013359                                                        
GLDQIWEDLQKGISQVYARQSMEKKRYMELYTHVYNYCTSVDQSVSARQAPNSSTPPGRVSTTKKDSKAMTGAQFVGFEL
YKKLKQNLQMYLADKLKAGENLLNEDVLLFYTNQWEDYRFSSRVLNGVFGYLNRHWVKRECDEGRKEIYEIYSLALVIWR
ENLFKPLNKQVTSAVLNLIEKERNGETINTSLISGVLRSYVALGLSENEQNRTQSLSVYKEAFESNFLADTERYFTSESQ
EFLAANPVTEYMKKAEARLQEEERRVQLYLHESTHDQLARKCEQVLIEQHLEQFHAEFQSLLNDDKNEALNRWKYKITSQ
IFTSVYYPLPILNTLGFPTCGTAAQFDPKLYVQTILDVHKKYNALVQTSFDNDSGFVAALDIACGRFINKNAVTTSAKSS
SKSPELLARYCDTLLKSAKVSEDAELEATLKEVLTVFRYIEDKDVFQTFYSKMLARRLVQHTSASDDAEAQMISRLKQTC
GFEYTSKLQRMFQDVDVSKNLNERFRTHIAASTPLDCKFRKENLDFSIQVLSSGSWPFQQSVTFRLPVELERSYQRFTTF
YSQAHNGRKLSWLYQMSKGEIVTNCFKNRYTFQASTFQMAILLQYNSATSYTVQQLAENTQLKMEILLQVLIHLLKCKIL
QCKDEPDANNLKPHNEIELFLGYRSKKLRVNINKPVKTEQKQEQEVTHKHIEEDRKMLIQAAIVRIMKMRKQQKHQQLLS
EVLSQLSSRFKPRVPIIKKCIDTLIEKEYLERVEGEKDMYQYLA                                    



>Cint_ENSCINP00000013365                                                        
RSSMQHNGGGNPHARRYIGLDQIWEDLQKGISQVCEYLILQSMEKKRYMELYTHVYNYCTSVDQRRVSTTKKDSKAMTGA
QFVGFELYKKLKQNLQMYLADKLKVAGENLLNEDVLLFYTNQWEDYRFSSRVLNGVFGYLNRHWVKREYLFKITKYMLFV
EGQVFSNAMLLLKTLNVVTMNVLFIFLNLGLHSSVICEDFFTSFEDENEPNRTQSLSVYKEAFESNFLADTERYFTSESQ
EFLAANPVTEYMKKAEARLQEEERRVQLYLHESTHDQLARKCEQVLIEQHLEQFHAEFQSLLNDDKNEDLGRMFKLVSKI
KDGLGELKTLLEAHIHNQGDVAIKQCADTAVNDPKLYVQTILDVHKKYNALVQTSFDNDSGFVAALDIACGRFINKNAVT
TSAKSSSKSPELLARYCDTLLKSAKVSEDAELEATLKEVLTVFRYIEDKDVFQTFYSKMLARRLVQHTSASDDAEAQMIS
RLKQTCGFEYTSKLQRMFQDVDVSKNLNERFRTHIAASTPLDLDFSIQVLSSGSWPFQQSVTFRLPVEVLKSYQRFTTFY
SQAHNGRKLSWLYQMSKGEIVTNCFKNRYTFQASTFQMAILLQYNSATSYTVQQLAENTQLKMEILLQVLIHLLKCKILQ
CKDEPDANNLKPHNEIELFLGYRSKKLRVNINKPVKTEQKQEQEVTHKHIEEDRKMLIQAAIVRIMKMRKQQKHQQLLSE
VLSQLSSRFKPRVPIIKKCIDTLIEKEYLERVEGEKDMYQYLA                                     
>Cint_ENSCINP00000014817                                                        
MDSFVCSQKTPNGLETVSTACINHATECLPHEQSIFVESVSLEKFEAECWPKLHQVVSTLLQAELNSQTNSNKVSFQDMY
SCVYQCICSRHTERLHYNLMELVSLHLQNISDKLLPGTTLQSNCFYITGCLEVVRKYGRALHEIVPIFTYLNRVYITPIL
HSNLEDQLLNLFKMHIIDKHAERLVGAMKNARKISFSVEPSVMAELAQALYSMKPNLRVSEADFFSHYIAQAKSSTKPMS
LEEDIEATRKMQLDLQRDPNFSFTCSQKRSKEDTEIEDEECSSSLLSSLLMGSS                          
>Skow_XP_002736663                                                              
MSLKPRVVNFDETWGKLLETVEGVITLGNVARATWNDRFSFADTKGVLSRFISVQHVHLHTCYSQGASYMNKLYGYLNSQ
FIKKQKLSDADIQYGYGIDINEQLMDIGELALDIWKRLMIEPVKDNLVKTLLXXXXRDRCGDTPNQAVIHGVILSFVNVE
EYKRKLQLKLYQDLFEAPFLAETGEYYKAEAARLLDDNDCSHYMEKVLQRLSEENLRSRKFLHPSSYTKVTNQCQQKMVA
EHLLFLHGECRDIIRKEKKEDMQRLFKLLQPIQNGLGVMIEELQKHIKEIGLEAICNLRGENVPSQFVESVLDVHSKFSK
LITSVLANDRAFTSALDKALTAVVNWKPSIKHVCKAPELLAKYCDTLLKKSSKGVSDSEVDDKLTLSIIVFKYIDDKDIF
QRFYSRMLAKRLIHGLSMSMDAEEGMINRLKQACGYEFTNKLHRMFTDMSVSNDLNNKFSSFVKKKDVELGIGFSIYVLQ
AGAWPLGQSTLTPFAIPQELEKSVSEFEIFYNTSFSGRKLTWLHHLCAGELKFTYLKKPYIVTVTTFQMAVLLLYNNCDS
MTYTELVDTTQINEKELAKTLQSLVDVKILNKDEKEKSTSDYSLNTNFVNKRTKFKITAAVQKETPQEVEQTHSAVDEDR
KLYLQAAIVRIMKARKVLKHNTLIQEVISQSKARFSPSISMIKKCIESLIDKQYLERNSSSTDEYNYVA           
>Skow_XP_002742106                                                              
MSRSSGSGRGGQNPHGLKQIGLDQIWDDLKSGIQHVYTRQSMAKSRFMELYTHVYNYCTSVHQSQQSRSSSAKTKKGQNM
GGAQFVGLELYKRLRDFLKNYLVNLLKDGTELMDESVLTFYTNQWEDYQFSSKVLNGVCAYLNRHWVRRECDEGRKGIYE
IYSLALVTWRDNLFKPLNKQVTGAVLKLIERERNGETINTRLIRGVIDCYVELGLNEDDPTSKGPTLNVYKDSFESQFLA
DTERFYMSESTEFLRQNPVTEYMKKAESRLTEEQRRVQVYLHESTQDELAKTCERVLIEKHLEIFHAEFQNLLDDDKNLV
LNTKTGSTHPPTLFTNGCDFGGTLDPKLYVQTILDVHRKYNALVLSSFNNDAGFVAALDKACGKFINNNAVTKAANSSSK
SPELLARYCDSLLKKSSKNPEEAELEDTLNQVVMSFKDLNEQFKNHLKNSNEPLDIDFTIQVLSSGSWPFQQSCTFVLPS
ELERSFQRFTTFYAGQHSGRKLMWLFQMSKGELVTNCFKNRYTLQASTFQMAVLLQYNTSDTYSLLQLQEHTQLKLDILL
QVIQILVKSKLLECEDEDDCLTQHSVVKLFLGYKNKKLRVNINVPMKTEQKQEQETTHKHIEEDRKLLIQAAIVRIMKMR
KVLKHQQLLSEVLTQLSSRFKPRVPVIKKCIDILIEKEYLERVDGEKDTYSYLA                          
>Skow_XP_002740559                                                              
MTKIPSQRLKNDTRRAMDPQLVRFRGRSRATSGCCMPLTSTEKSPFIKTELETNLKKRRPDENNHHLQNSSKKFRDDSPN
ESSPMADSTQRRPNFSALNPTNNGFTNRTSPLANTKPGSTKKLVIKNFRVKPELPENYQERTWGKLKEAVQAIHKHTSIK
YSLEELYQAVENMCSHKMSASLYDKLKIVCEEHVKAQISLFYTDSTDSVSYLKILNNCWLDHCRQMIMIRSIFLFLDRTY
VLQNSLISSLWDMGLELFRQHIISHRIVEARTVDGLLLLIDRERNGEVVDHSLLKSLLRMLSDLQIYEEAFECKFLDATD
KLYAAEGQRLMQERDVPEYLAHCDRRLEEESQRILHYLDHSTKKSLIACVEKQLLEVHVNSIIQKGLDVLIDENRTKDLA
LMCNLFQRTKSGLQELCMNFGIYIKKTGTSIVINPEKDKTMVQELLDFKDKMDYILNHCFAKNDKFVNIVKEAFETFINK
RVNKPAELVAKYVDNIMRAGNKEATEEELEKMLDKVMVIFRFIHGKDVFEAFYKKDLAKRLLVGKSASVDAEKSMLSKLK
QECGGGFTSKLEGMFKDMELSKDIMVAFKQSIQYQQNPGNIELTVNILTMGYWPTYTPMEVHLPTEMVQFQEVFKKFYLS
KHSGRKLQWQPNLGHCVLKACFKADGELRRTLQSLACGKARVIAKTPKGKEVDDGDIFTFNEDFKHKLFRIKINQIQMKE
TAEEQSNTQERVFQDRQYQIDAAIVRIMKMRKTLSHTLLVSELYNQLKFPVKPADLKKRIESLIDRDYMERDKDNPNQYH
YVA                                                                             
>Skow_XP_002737439                                                              
MASSNMLKDKNQLVFEDKWDNMRPTVLKLLRQEPVTRAEWQDLFWDVHSVCLWDDKGPGKVHKALQSDILDFINQAQGRV
MSHQDDSALLKSYIIEWRKFFTQCSYLPKPFGQLEVSLSGKTISTSQRKNQAEDSEVRKLMLDSWNSSIFSSIKKRLQDS
AMKLVHAERNGEAFDAQLVIGVRESYVNLCSNAEDKLQIYRDNFEKAYLDATESFYRAQAPSYLADNGVQNYMKYADAKL
KEEEQRAQRYLETRKGCNSVQALTECCVHVLVTAFKETILAECAVMIKTNETERLRLMFSLMDRVPDGISPMLKDLEDHI
IEAGLADMVAAAEIITTDSEKYVEQLLVLFNKFSSLVKDAFNDDPRFLTSRDKAYKHVVNDTKVFKLELPTKQKGVGSKT
QPESKCPELLANYCDMLLRKTPLSKKLTSDEIEFKLRNVLLVLKYVQNKDVFMRFHKAHLTRRLILDTSADSEKEENMVE
WLREVGMPADYVNKLARMFQDVKVSEDLNQQFKEAYRNNEHSAIADSINIKILNAGAWARSSERIPVSLPVELEDYIPEV
EEFYRKNHSGRKLQWHHLMSNGIITFKNKVGIYDLEVTTFQMAVLFAWNQRQYEKITFENLRLATELPDTELRRTLWSLI
QFPKMKRQVVICKPEVKSPKEFNDGTLFWVNQDFGVVKNSKLQKRGKINLIGRLQLSTERSSDEDKEGIVQLRILRTQEA
IVKIMKMRKKITNAQLQTELVEILKNMFLPSKKMIKEQIEWLIEHKYMKRDEDNINMFIYIA                  
>Skow_XP_002735887                                                              
MVNVRVDVLESLNNNFLQTLNSAWNDHQTSMVMIRDILMYMDRVYVQQNNVENVYNLGLILFRDLVVRYGCIRDHLRQTL
LDMVARERRGEVVDRGSVKNACQMLMVLGIDSRAVYEEDFESPFLDQSADFYRLESQNFLAENSASVYIKKVEARINEEA



ERATHYLDKSTEEPIVKVLELELICKHMKTIVDMENSGVVHMLKNKKTDDLACMYKLFIRVQEGLKTMCQCVSGYLREQG
KALVTEEEGSKNAIQYVQDLLDLKDRFDHFLHKSFGDDRLFKQTISGDFEYFLNLNNKSPEYLSLFIDDKLKKGVKGMSE
QEVEVVLDKAMVLFRFLQEKDVFERYYKQHLAKRLLLNKSVSDDSEKNMISKLKTECGCQFTSKLEGMFKDMTVSNTTME
EFKNHVQTSGTSLHGVDLNVRVLTTGFWPTQSATPKCTVPAQARTAFEAFRRFYLGKHSGRQLTLQPSLGSADLNASFFA
PKKDGSGGPQIRKHILQVSTYQMVILMLFNTREQCSYEEVAQETDIPTRDLIRALQSLACGKPQQRVLSKEPKSKEIEPN
DSFTVNDHFSSKLHRVKIQTVAAKGESEPERKETRSRVDEDRKHEIEAAIVRIMKSRKRRSHNLLVAEVTEQLKSRFLPS
PVVIKKRIENLIEREYLARTPDDRKMYTYVA                                                 
>Dmel_FBpp0072065                                                               
MCDFDALWADVLRIFPVLGGANAVSNDPVEENVFQNVRQHLMVLGSIDTFAAVVDLEIQSTIRNVLVPKFWKHIHDGLVS
SKLQGWINDQALAIEALPDKNGLFTQFIDAINELHDSFQSLMQVKPRLIQLVGAETKPTAKTVKLMQEEGIKNCLRDCLL
AQLPPNFSVVVGAFYWVHFKLFTKASNLALTTVDSDVFDELLCVGCNFEAEQCCCQRLTDMVNKTNMKLFEMNLIDRLTG
SALTALIKLKIKEHISDTCMGIFDRSHLKQLETWLSDVIMSWLTNIFTEWKSKDSISDIEVPESVKSFKVKLTYFMYETF
AQSVIGQFFSIIIDYPDSIPAIDDLKICMEKIDMRVYLTESLRNSLEARILHPGVNTMDILTGYVAAIKAIRHLDSTGVI
LEMVTAPIKDYLRKRNDTVRRVVTGLTEEGPTDLSEELAKGETIKECKDSGTDEFSNWENWQPDPFGIDASIMQYNSSRK
MRSADIISMVVDIYGSKELFMTEYRNLMADRLLAQLDFNSEKEIRNLELLKIRFGESLLHSCEVMLKDVTDSKRINAHIH
SDGDRTENQLFDISSLIVSAQFWPSFNKESLQLPEEIENEFKKYTKAYEAYKGNRTLNWRTVTGRVNIEIEIGDRTMEMV
VSPILAVIIYHFQTKNEWTIEDLSSITKVPASALRRRLSFWQNHGLISETTPGIFTLLEKESEKSQYEDMSLAEADEEDL
ESAMASASDQREEELQVFWSYIVGMLTNLDSMPIDRIHQMLKLFASHSGGVEFTQDELKHFLQRKVREHKLIFSGGVYQL
AK                                                                              
>Dmel_FBpp0075633                                                               
MNRVKRISNYFDSMLPLIDNILQVVNQIFDDYTSFDGQKLMHLYHLIYKQCAAERNWNNPAQKNGRSLYIVLSDCLMKRL
KNIAWVMENQLDDNKPIRLIAKYLEHWVPYQRSCEKLNLACYHFNRNWVERERLKGDKETYPIYRLAMISWKELVFEPSV
TILAAIRLILSQMPREYNKSLEYQVYQVLQSIVELYANDKYQDVSLPSRIDKIFTEKVMDFYKSTTLHEFQKIVVSNDYK
DFKHFLRYACLAMPEIENGTQFKAILKRYLAARLQETRLSGKDYIQAFLGLCRGPLQRALRDHTKLAEVVDAVCKEEINR
KGQIIDPTRLLVTYANELMTKRQESEEAIIDELKRIVKCVEFLSDEYKFIDMYLKALRIRQINETSTSDGVESIMYSLLN
KKMANFVTRCIYVQLRDVDKLRTLKKEFQDHLNSKGIKLGFDFRPKCFKNDGSFENFNLTLPDELQQAWKEFRIFYEARK
LQSKAIIQLNNELSSGEITCHLNQSVYILEVSTLQMAVLMLFNRHERFTEQELVTALGVELETLQEALKQIKFLVYIEVN
KVNYIEINMDFTNRKRRLFCNEPLPRKMRKIEEKSEIELKIRRDKQVDAAIVRIMKGQKQLEYSELISLVYEELKDRVKP
QVSFIKKRLDYLVEREYLERDNYYNIYRYL                                                  
>Dmel_FBpp0084786                                                               
MLRAIGKRDRDIFEEVWPDKRRIVLKLLRQDTVSQREWQDLFFGVHFVCLWDEKGAAKIYDCLQQDIVEFIVQAQSQVQA
QRGEQALLATYIVEWRKFFTQSNYLPLPFRQLEQSPQVKPSSSGSSSSASVSASGASTSAAAAAAATSCSGQAGKSGAST
SAAAGASTSAAAAAASTSASTSSAAAAAAASGSGSSSSSTSTSKKNPTEDSPVRKLMLDSWNKHIFHDIKHRLQESAMKI
VHAERNGDAYDAQLVVGVRESYVNLSSNAEDKLEIYRENFEMAYLKATVEFYRLKSAEQQQENGVLAYMKYADSKLREEE
VRAKRYLEPSSFSILTYTLVNVLIVDHLNSIIAECPALIRDYETERLNLMFRLMDRVMHGVGVEPMMGDLQRHIMSAGLA
DMLSASEVITQDSEKYVERLLELFNKFSDLVRNAFNDDPRFLTARDIAFKTVVNDTSVFKMELPTSIANRGVKYTAPESK
CPELLANYCDMLLRRTPLSKRLTSEQIDARLRDVLLVLKYVNNKDVFMRYHKVHLTRRLILGTSADSEKEEDIVEWLREV
GMPADYVNRLARMFQDIKVSEDLNTQFRTSISRHDAINIKILNAGAWARCSERVSVSLPIELEDYIPDVEEFYKKKHSGR
KLQWYHHMSNGTITFVNNFGRYDLDVTTFQMAVLFAWNQRQHDKISYENLRLATELPDPELRRTLWSLVAFPKIKKQILL
MEPAAISSPKDFAENTMFYINQEFAIVKNGKSQRRGKLNLIGRLQLSTERSQQEDNQSIVQLRILRTQEAIIKIMKVRKR
MNNAALQGELIDILKNMFLPSKKMIKEQLEWLIENKYMRRDDDDINMFIYVA                            
>Dmel_FBpp0085254                                                               
MSLKPKIVEFVDVWPRLRCIAESVITLTKVERSVWNTSFSDVYTLCVAQPEPMADRLYGETKHFLEQHVQEMLAKKVLIE
GECSHSNGGPDLLQRYYITWMEYSQGIKYLHQLYIYLNQQHIKKQKITDTESFYGNLSSDAAEQMEIGELGLDIWRLYMI
EYLSSELVRHILEGIAADRASNGTLDHHRVQIINGVIHSFVEVQDYKKTGSLKLYQELFEGPMLEASGAYYTDEANKLLH
RCSVSEYMQEVIRILEYESRRAQKFLHVSSLPKLRKECEEKFINDRLGFIYSECREMVSEERRQDLRNMYVVLKPIPDNL
KSELITTFLDHIKSEGLQTVSALKGENIHIAFVENMLKVHHKYQELIADVFENDSLFLSALDKACASVINRRPTERQPCR
SAEYVAKYCDTLLKKSKTCEAEIDQKLTNNITIFKYIEDKDVYQKFYSRLLAKRLIHEQSQSMDAEEGMINRLKQACGYE
FTNKLHRMFTDISVSVDLNNKFNTHLKDSNVDLGINLAIKVLQAGAWPLGSTQVIPFAVPQEFEKSIKMFEDYYHKLFSG
RKLTWLHHMCHGELKLSHLKKSYIVTMQTYQMAIILLFETCDSLSCREIQNTLQLNDETFQKHMQPIIESKLLNASSENL
AGETRIELNLDYTNKRTKFKISSALQKETPQEVEHTINSVDEDRKLFLQAAIVRIMKARKVLKHNALIQEVLSLSKVSFT
PNIAMIKKCVESLIDKQYIERTANSGDEYSYMA                                               
>Dmel_FBpp0087897                                                               
MSAAKKYKPMDTTELHENTENIAACLKKAENVAPTAAAASSVGRSAFAAQNMNSASTNGERLPNFSKLGGSHGEIRTAST
TSNLLNRMGAIHNSKPGDVKKIVIKNFKDKPTLPDNYSKDTYVKLEEAVIAIQLSKPIKYSLEELYQAVVNMCSHKMDAQ
LYAKLKELTEQHVKRNIKLKELTGGSMDKLILLEKINHWWLSFCQQMIMIRSIFLYMDRTYVLQNSTVHSIWDMGLDLFR
IHFAQNSVVQKRTVDGLLTLIEKERQGSTVDRGLLKSLVRMLCDLQIYTSSFEEKFLDATNQLYKAESQRKMQELEVPEY
LQHVNKRLAEENERLRHYLDSSTKHPLIYNVEKELLAEHLTSILQKGLDSLLEDNRLSDLTLLYGLLSRVKNGTSELCGN
FNGFIKKKGRTIVIDPEKDKSMVQDLLDFKDKMDVIVRTCFEHNEKFTNSLREAFEFFINQRANKPAELIAKYVDMKLRS
GNKGTTDEELEKTLDKIMVLFRFIHGKDVFEAFYKKDLAKRLLVGKSASVDSEKSMLSKLKQECGGGFTSKLEGMFKDME
LSRDINIAFRGHALSNNRDVHNLDLCVSILTMGYWPTYAPTEVTMPPQFINPQQIFNKFYLEKHSGRKLQWQPTLGNCML
RAQFDAGPKELLVSLFQALVLLLFNDKPVLSYEEILAATLIEDGELRRTLQSLACGRARVITKTPKGREILDGDQFDFNN



EFTNKLFRIKINQIQMKETNEEQKATEERVFQDRQYQIDAAIVRIMKMRKTLSHNLLITELFNQLTFPVKPADLKKRIES
LIDRDYMERDKDNQNQYNYVA                                                           
>Dmel_FBpp0087921                                                               
MNRSGNSQTTQKLVNLDDIWSELVEGIMQVFEHEKSLTRSQYMRFYTHVYDYCTSVSAAPSGRSSGKTGGAQLVGKKLYD
RLEQFLKSYLSELLTKFKAISGEEVLLSRYTKQWKSYQFSSTVLDGICNYLNRNWVKRECEEGQKGIYKIYRLALVAWKG
HLFQVLNEPVTKAVLKSIEEERQGKLINRSLVRDVIECYVELSFNEEDTDAEQQKLSVYKQNFENKFIADTSAFYEKESD
AFLSTNTVTEYLKHVENRLEEETQRVRGFNSKNGLSYLHETTADVLKSTCEEVLIEKHLKIFHTEFQNLLNADRNDDLKR
MYSLVALSSKNLTDLKSILENHILHQGTEAIAKCCTTDAANDPKTYVQTILDVHKKYNALVLTAFNNDNGFVAALDKACG
KFINSNVVTIANSASKSPELLAKYCDLLLKKSSKNPEDKELEDNLNQVMVVFKYIEDKDVFQKYYSKMLAKRLVNHTSAS
DDAEAMMISKLKQTCGYEYTVKLQRMFQDIGVSKDLNSYFKQYLAEKNLTMEIDFGIEVLSSGSWPFQLSNNFLLPSELE
RSVRQFNEFYAARHSGRKLNWLYQMCKGELIMNVNRNNSSTYTLQASTFQMSVLLQFNDQLSFTVQQLQDNTQTQQENLI
QVLQILLKAKVLTSSDNENSLTPESTVELFLDYKNKKRRININQPLKTELKVEQETVHKHIEEDRKLLIQAAIVRIMKMR
KRLNHTNLISEVLNQLSTRFKPKVPVIKKCIDILIEKEYLERMEGHKDTYSYLA                          
>Dmel_FBpp0291369                                                               
MQGRDPRQQQPEPLNNLNANGRYHNRMVAGSNNFNGATVGNVDSAVPCRIARQNVLGQQARSMNINVPNASSMQQHQQSQ
NRLSAQGLASASRRSYHLAASGGRVRADNRINTNHPLTPTPLSMPVPAPAAPAVVKTETSATTSGPSTSASASAESTEKR
FKEIARKYPLWLPEYKRRAFNASMDEKYVETIWASLKNAIQEIQKKNNSGLSFEQLYRNAYNMVLHKHGNRLYYGLREVV
SEHLEHKVRADVLEALHSNFLPKLNQAWTDHQTSMVMIRDILMYMDRVYVQQREVDNVYNLGLILFRDQVVRYSEIQKAL
REKLLGMVMEERHGEAINHLAIKNACSMLITLGINSRTVYEEDFEKPFLAQSAAFYKFESQNFLAENNAGVYIKKVEARI
TEESSRAALYLDKDTEPRIVRVVEEELIKKHMRPIVEMENSGVVYMIKNSKTEDLACTYKLFSRLKEEGLKVIADTMSAY
LREQGRMLVKEEENGNTNPITFVQNLLDLKDRFDQFLVHSFANDRIFKNVISSDFEHFLNLNNKSPEYLSLFIDDKLKKG
GKGMSEQEIESILDKTMVLFRFLLEKDVFERYYKTHLAKRLLLNKSVSDDFEKNMISKLKTECGCQFTSKLEGMFKDMSV
SNTIMDEFKNFVNNNNLSLGGVELTVRILTTGFWPTQTATPNCNIPAAPREAFDIFKNFYLNKHSGRQLTLQPQMGTAYI
NAVFYGRKAVESEKDKDAPSSSSSGCGVPTTTRKHILQVSTYQMCVLLLFNNRDVLTYDDIHQETDIPERELVRALQSLS
MGKPAQRLLVRNSKTKTKDIEPTDEFYVNDAFNSKFHRVKIQTVAAKGESEPERKETRGKVDEDRKHEIEAAIVRIMKAR
KRLAHNLLVSDVTSQLKSRFLPSPVFIKKRIEGLIEREYLQRSPEDRKVYNYLA                          
>Cele_D2045_6                                                                   
MTNSEPRRMTCDSEVVWKKLQDGLDVAYRRENMAPKDYMTLYTSVYDYCTSITLSTSRRDGEDGRAESSTPARTAGADFV
GHEMYQRVEEYVKAYVIAVCEKGAELSGEDLLKYYTTEWENFRISSKVMDGIFAYLNRHWIRRELDEGHENIYMVYTLAL
VVWKRNLFNDLKDKVIDAMLELIRSERTGSMINSRYISGVVECLVELGVDDSETDAKKDAETKKLAVYKEFFEVKFLEAT
RGFYTQEAANFLSNGGNVTDYMIKVETRLNQEDDRCQLYLNSSTKTPLATCCESVLISNQLDFLQRHFGGLLVDKRDDDL
SRMFKLCDRVPNGLDELRKSLENHIAKEGHQALERVAMEAATDAKLYVKTLLEVHERYQSLVNRSFKNEPGFMQSLDKAA
TSFINNNAVTKRAPPQAQLTKSAELLARYCDQLLRKSSKMPDEAELEELQTKIMVVFKYIDDKDVFSKFYTKMFSKRLIS
ELSASDEAEANFITKLKSMCGYEYTARLSKMVNDTQVSKDLTADFKEKKADMLGQKSVEFNVLVLSSGSWPTFPTTPITL
PQQLSKTIEIFGQFYNEKFNGRRLTWVYSQSRGEITSTAFPKKYVFTATTAQMCTMLLFNEQDSYTVEQIAAATKMDEKS
APAIVGSLIKNLVLKADTELQKEDEVPMTATVSLNKAYMNKKVRVDLSKFTMKQDAVRDTENVQKNVEEDRKSVISACIV
RIMKTRKRVQHQQLMTEVITQLSGRFKPKVEMIKRCIGSLIEKEYMLRTEGQKDLYEYLA                    
>Cele_F45E12_3                                                                  
MTSGAPPTISTEKSRSKQLRKSSKRTASTVEGTEAKQMRGDTENRSDGEMDDVSTSSEIRHGNGFIENFRSQTGNSSRTT
ATNERIKKKLVIKNFKANANQNDVAMGDTNIDSTDGSVGRDWAVLSDNVFAILEDRKTVTTLEGLFSKVRSVCDKNQSKV
LYDRLVAIVVQFAKSLKESLNAVEQVPLAEDNCEQYLEKFGQIWQAYPVKINLIRNIFLHLDRIALGATDTEILPLWECF
MQIFQKTFFPNIFKEFKATKLFNALYMAMQKIMQRYPVDSPLRSLVDMLQTVHVSEEFAKFLISQLREHYNNERIDKVPK
MNCNDYMEYCEDQINRYSQLVKVNFDEPSALKDVQATVTNCLIQQAIPEILTHDFDDLIDSDNISDIGRMFNLCRQCVGG
EDEVRTQFSKYLKKRGEKLIATCPDEDLVSELLAFKKKVDFIMTGSFKSANDPVKMRQCLSDAFESFVNKQVDRSAELIS
KHFHTLLHSSNKNVSDDTTLDQMVDEAIVLFRYLRGKDVFEAYYKRGLAKRLFLERSASVDAEKMVLCKLKTECGSAFTY
KLEGMFKDMDASENYGRLFNQYLEHMNKEKANFTARVITPEYWPTYDTYEINIPKEMRDTLTDYQDFYRVQHGNRNVKWH
HGLASAVISASFRPGCKKELIATMYQTVILLLFNKCETWTVAEIVEHTKILEIEVVKNVLALLGGRDKPKVLQRVEGGGS
EKKEGTVENLKNEKFVVNSKFTEKRCRVRIAQVNIKTAVEETKEVKEEVNSDRQYKIDAAVVRIMKARKQLNHQTLMTEL
LQQLRFPVSTADIKKRLESLIEREYISRDPEEASSYNYVA                                        
>Cele_K06H7_6                                                                   
MSIFDRMTTSKEAAMKYRQFCVSKKKEVWDALIYHAKYAKNIEKVYDMTTVLQRVQQECLMFALEKGVGQPDIRDAAELI
FPLAMQKVVIKVLRPYFMSHFTNYRLAMYLPHRKIDHGIDLNQELWTPEKKEICGQYVQDFNPFVNELKTGILNANRHMN
AALSVYIRELAATLVMHEKAAFDNELRCSMFQEIMESLRIWSDQVTMQDAFHLISDTIYKDVFQMLSKNAYEMIAVDFPV
KFRSLITMKYCLLRTNNHGRVDFTNYLIDQVNTKLLVASVDTKDILKAYAACVESLREMDNSCVVMHKVCGVIREYLKRR
PDTVQQIISYITSNKKNELEKDMSLQSKTVRSAMMDEEELKGVNDDFLPENMETLGWENWMPNPTDATVGDGAPGHQGVD
VFNMLVSVYGSKELFVKEYRNLLAERLSSSDNKDPEFEKRYLDLLKLRFQYSELQHCEVMLRDVIHSLDIDKKFEDMSER
SAGNYDVPIIPISACIISSHYWPKLETEKTEALMPQPLQAAMDVYQETYLDVKRDRKLEWLRSVGCVEVSINIDGVEVDR
TIPNMYALLLFLFLEKETWTTAEVVEKMGMSVVVTRKRLEWLVKQGFICMNPIISSDTWTLTRNPSGISIVRPGTPDLED
DEDVEPEENSDMVDALEQYWGYTRNFIANHAPNGEVKAERMHRVYRMFGSPTSAGPTLDHVSAFLQRKVALGLLTCINGS
YRIIQEKKDGE                                                                     
>Cele_K08E7_7                                                                   
MSIEAVWGTLQDGLNLLYRREHMSKKYYMMLYDAVYNICTTTTLANSNNNSPEFASEFLYKQLENYIRTYVIAIRDRISA



CSGDELLGKCTIEWDNFKFSTRICNCIFQYLNRNFVSKKVEDKNGEIVEIYKLALDIWKAEFFDNFKVKTIDAILELILL
ERCGSTINSTHISSVVECLTELDIYKVSFEPQFLDATKLFYKQEVLNSKETVIEYMITVENRLFQEEYRSRRYLGPSTND
LLIDSCESILISDRLKFLHSEFERLLEARKDEHLTRMYSLCRRVTHGLEDLRVYLEKRILKEGHETLQRLAKDSGLKTTP
KEYITKLLEVHEIYFNLINKAFDRNALFMQSLDKASKDFIEANAVTMLAPEKHRSTRSADYLARYCDQLLKKNSKVQDET
ALDKALTVLKYISEKDVFQLYYQNWFSERIINNSSASDDAEEKFITNLTATEGLEYTRNLVKMVEDAKISKDLTTEFKDI
KTEKSIDFNVILQTTGAWPSLDQIKIILPRELSTILKEFDTFYNASHNGRRLNWAYSQCRGEVNSKAFEKKYVFIVTASQ
LCTLYLFNEQDSFTIEQISKAIEMTAKSTSAIVGSLNPVIDPVLVVDKGNEKDGYPPDAVVSLNTKYANKKVRVDLTTAI
KKATADRETDAVQNTVESDRKYEIKACIVRIMKTRKSLTHTLLINEIISQLKSRFTPNVQMIKICIEILIEQLYIRRSEN
EHNVYEYLA                                                                       
>Cele_Y108G3AL_1_1                                                              
MSGRSGNGGQQKMRIRPFMATIDEQYVTQTWELLKRAIQEIQRKNNSGLSFEELYRNAYTMVLHKHGERLYNGLKDVIQD
HMASVRIRIIESMNSGSFLETVAESWADHTVAMVMIRDILMYMDRIYVAQNNHVLPVYNLGLDAYRTEILRQNGIGDRIR
DALLELIKLDRKSNQINWHGIKNACDMLISLGIDSRTVYEDEFERPLLKETSDYYRDVCKNWLSGDNDACFYLAQVEIAM
HDEASRASRYLDKMTEAKILQVMDDVMVAEHIQTIVYMQNGGVKFMLEHKKIEDLTRIFRIFKRIGDSVTVPGGGLKALL
KAVSEYLNETGSNIVKNEDLLKNPVNFVNELLQLKDYFSSLLTTAFADDRDFKNRFQHDFETFLNSNRQSPEFVALYMDD
MLRSGLKCVSDAEMDNKLDNVMILFRYLQEKDVFEKYFKQYLAKRLLLDKSCSDDVEKALLAKLKTECGCQFTQKLENMF
RDKELWLTLATSFRDWREAQPTKMSIDISLRVLTAGVWPTVQCNPVVLPQELSVAYEMFTQYYTEKHTGRKLTINTLLGN
ADVKATFYPPPKASMSNEENGPGPSSSGESMKERKPEHKILQVNTHQMIILLQFNHHNRISCQQLMDELKIPERELKRNL
QSLALGKASQRILVRKNKGKDAIDMSDEFAVNDNFQSKLTRVKVQMVTGKVESEPEIRETRQKVEDDRKLEVEAAIVRIM
KARKKLNHNNLVAEVTQQLRHRFMPSPIIIKQRIETLIEREYLARDEHDHRAYQYIA                       
>Cele_ZK520_4a                                                                  
MTFNIFLTFSTISPKIFSVTSTGNRSEVHRPQAKLASNTQPTSNRTTLGRRKAISDDNFPVVEPILKKIRPPRPQVMYSL
KPKVVEFDKVWVQLRPSIIDIINLRPITNVQWHHKFSDVYDICVSIPTPLSERLYNEVKACIQEHVRQKRQDIVDVDPDL
LLQEYHKMWRVFHEGAIFIHRLFGYLNKQFVKQKRCTDLDNFAQYAAFLQIPDVKEIGCLALEIWKEDLVKTILPQLVKL
LLIAIDNDRKGNFPHIANEVSGVINSFVKMEETDFDVVPAEGARYKARESTTAFYQESFEKPLLTDTEQYYSALAQKMLT
DLSCSEYMEQVIVLLEQEEMRAKKYLHESSVEKVITLCQKVMIKAHKDKLHAVCHDLITNEENKDLRNMYRLLKPIQAGL
SVMVKEFEEYVKKKGLEAVSRLTGENVPQQFVENVLRVYNKFNDMKTAVFMDDGEFSSGLDKALQGVVNSKEPGQSVPKA
SERLARYTDGLLKKSTKGLSETDLEAKLDSAIVIFRYIEDKDIFQKFYSKMLANRLIASTSISMDAEELMINKLKQACGY
EFTSKLSRMFTDIGLSQELSNNFDKHIADIKTVQPDVKFVPTQTMILQAGSWPLNAPQLSTNSNNQTAQDVANFHLPRIL
QPVIQEFEKFYTGKHNGRKLTWLFNMSQGDVRLTYLDKQYVAQMYVYQMAALLCFERRDAILVKDIGEEIGVSGDYLLKT
IRTILDVTLLTCDDQNLTADSLVRLNMSMTSKRMKFRLQAPQVNKAVEKEQEAVANTVSQDRKYYMECAIVRIMKTRKVL
KHNALVTEIMDQTKGRFSPDVPFIKKSIEDLIEKMYIQRTDQNDEYQYLA                              
>Cele_ZK856_1                                                                   
MQFDEEWSKADPIVHALLHQKSVTPAAWQDLFYHVYKITSWVDDGPLKIRDILTRCINDYVHEANKRIRSLQTDGSLLIG
YIKEWNRFYQQANILPLPFKKIDESSRRRSVPETPEESIRTVMLEKWNEIIFMNISEQLLVEALRLVKEERDGNIIDAQN
VIGIRESFVALNDRAGEDPLLVYRQSFERQFIEQTTEYYKKICGNLLNELGVLEYMVYADKKLEEEQQRAKRYLEMNSPT
SGKHMEKAVIALVESFEDTILAECSKLIASKDVERLQRLYRLIRRTRSGIDTVLKCIDTHIRTEGLNDMRNNAENLSTDP
ERYVQQLLLMFDKFSSLVREGFCDDARLLTARDKAFRAVVNDSSIFKTEMMNKKGRTLSVESKCAELLANYCDLLLRKTQ
LSKKLTSEEIDEKLNQVLLVLKYVENKDVFMRFHRAHLSRRLILEMSADQEKEEMMVTKLRECGMPSDAVNKLSRMLQDI
ELNKDMNSSFKKALTGTNNNKSIADSINMKVLNGGAWGRGGSERIRFSLPRELEDFVPEMEAFYKKQHNGRKLCWMHHWS
SGTMVFGTANGGRFDLECTTFQMAVLFCFNDRAHDKISLETLRLATELPDAELNRTLLSLVAYPKMRYQILLCDVPSTTV
TARDFTDSTKFLINHDFNVVKNGKSQQRGKVNLIGRLQLSLEANAEKEHESIVALRELRVQEGIVKILKTRKTYTLAQLT
MELVEILKPLFIPNRKIIKEQIDWLIENKYMERRADDINTFVYIS                                   
>Ctel_219953                                                                    
MLRGDKWPSMRPTVLKLLRQETVSRAEWQDLFWLVHLQTDAVCLWDEKGASKVHQALQEDILDFIKQAQARVLSHEEDSA
LLKAYIAEWGKFFTQCDYLPKPFGQLETTLTGKAHSTMQKKNQGEESIVRKLMLDSWNQSIFNNIKHRLQDSAMKLLHAE
RNGEAFDSQLVIGVRESYVNLSSDTDDKLKIYRENFEKAYLEATESFYKTKAPEYLRLNGVQNYMRYADAKLKEEEQRAM
RYLETRKGCNSVAVLTECCVDVLVTVHKETILAECEQMIKANETDRLKLMFSLMDRVHEGIDPMLADMEKHISAEGLADM
IEAAETITTDSEQYVDKLLELFNSFSLLVKEAFKDDPRFLTSRDKAYKFVVNDTRIFKLELQLKNKNVGIKSQPESKCPE
LLANYCDMLLRKTPLSKRLSPEEVEGKLRNVLLVLKYVTNKDVFMRYHKAHLTRRLILDTSADNEKEENMVEWLREVGMP
ADYVNKLARMFQDIKVSEDLNVQFKEEHRNNNEGLADSINIKILNAGAWARSSDRISVTLPMELEDYIPQVEEFYRHKHS
GRKLQWHHLMSNGIITFNNEIGRFDMEVTTFQMAVLFAWNQRPKDRISYESLKLATELPDTELRRTLWSLVAFPKFKRQC
LLCSPEVKSSQDRAREFSDDTIFWVNQEFAPIKNGKVQKRGKINLIGRLQLSTEKTKEEDNEGIIQLRILRVQEAIVKIM
KMRKRITNAALQTELVEILKNMFLPSKKMIKEQIEWLIEHKYMRRDEENINMFIYMA*                      
>Ctel_150069                                                                    
MLVNIYGSKELFVNEYRTLLADRILTHFNFDTEKEIRHLELLKLRFGESQLNLCEVMLKDVADSKRINTRISEEKAEAAT
SADASAAAAEEPLAVNSMVLSAQFWPAFREGKIQLPEQMQGALDNYTRSFETLKGNRTLDWKSHLGLVQVELELKDGKTL
QLSVTPVHAAIIWHFQEKVKWTVDELSSVTQMSTHALRRKIALWQSHGLLREESADTFVLVEEHKGTKDLGSVVMEEEEA
ESAMASVQDQREEELQVVWSYVHGMLTNLESLPLERIHSMLKMFAMQGPGSECTEEELRGFLDRKVKEQKLIYATGVYRL
PKHPA*                                                                          
>Ctel_175514                                                                    
MLVTYHKHWQHYSRGSGYLNQLYGYLNSQFIHKQQHSEADINYGGFGIELQEQLLEIGALALDIWKRVMVEPLKENLAQL



LLEEMEKDRRDGNVRQSIIHSVINSLVHVDEYKKKSPLKLYEDVFEVKFLRETGEYYHREALQLLDDCTCSEYMDKVIQR
LDDEDMRSRKFLHPSSYCKVTKECEQKMVADHLAFLHSECRNMVAKEKRHDMSNLYRLLCPISKGLDIFVQDVKEHIKQE
GLTAVASLKGDSVPSQFVESLLEVHAKYSDLITEVFKGDQHFIGALDKAFAAVINHRSNFKSNCRSPELVAKYCDSLLKK
TAKGMSETEIDDKLSQSITIFRYLDDKDIYQRFYARMLAKRLIYTQFHSMDAEESMINRLKQACGYEFTNKLHRMFTDMS
ISSDLNSKFSDFCKEDSTDLGINFSILVLQAGAWPIGQNNLPTFAIPQELEKSVRMFEVFYGRHFNGRKLTWMHSFCNAE
LKLTYLKRPYIVTLGTFHMALLLPFNSSHSVSFRDLVDISRLPEKELLKQVQVLLDAKIIVSNESTATMDGVFSLNLEYT
NKRTKFKIITSVQRETPQEVEQTMSNVDEDRKMYVQAAIVRTMKARKVLKHNALIQEVISQSRARFAPSISMIKKCIETL
IDKQYIERSSTSTDEYSYIA*                                                           
>Ctel_227595                                                                    
MDASRKANFSAVSNPNNGIKTHSPLANIKPGSAKKIVIKNLREKPKLPDNYQQETWGKLKGAVEAIHQSHAIQSSLEELY
QAVQNMCSHQMASELYDELKVVCERYVSSNIQQFLTESIDSEQFLKQMDHCWQSHCRQMIMIRSIFLFLDRTYVLHNSNI
SSLWDMGLELFRLHIISNTVVQGRTVDGILVLIERERNGEAIDKQLLKSLLRMLSDLQIYEEAFEHRFLEATDQLYAGEG
QRLMQASTVPNYLHHIDRRLSEESERLLHYLDQSTRRPLIACVEKQLIEQHLKALLQKGLDLLLDQDRISDITLMHQLFS
RIRDGQKELCLSFASYIKKTGRLFMINHEHDHEKDRDMVQQILDFKERVDNVIEVCFQKNEKFVNAMKESFEHFINQRQN
KPAELIAKYVDSKLRAGNKEATEEELERLLDKVMVLFRFIHGKDVFEAFYKKDLAKRLLVGKSASVDAEKSMLSKLKQEC
GGHFTSKLEGMFKDMELSKDIMLAFKQHMTHVEAPGISELTVNILTMGYWPTYTPMEVNLPEAMVKYQAIFKKFYLGKHS
GRKLQWQPTLGHCVLKAHFAAGKKELQVSLLQTLCLLMFNDGDEFSFEEIKEFTKIGSHSEIVQRNAEIGELRRTLQSLA
CGKARVLLKSPKGKDVDDGDRFRCHDDFKHKLFRIKINQIQMKETQEENTNTTERVFQDRQYQVDAAIVRIMKMRKTLTH
NTLIAELFNQLKFPVKPADLKKRIESLIDRDYMERDKEQANQYHYVA*                                
>Ctel_217617                                                                    
MSGLKGKKDTKMRIRAFPMTMDEKYVNNIWTLLKNAIQEIQKKNNSGLSFEELYRNAYTMVLHKHGEKLYTGLREVVIDH
LVNKVQSDVLESLNNNFLQTLNNSWNDHQTSMVMIRDILMYMDRVYVQQNSVDNVYNLGLMIFRDKVVRYPVIRSHLRDT
LLDMVAKERRGEVVDRGAVKNACQMLMILGIDSRTVYEEDFERPFLEQSADFYKMESQRFLAENSASVYIKKVEARIHEE
AERATHYLDKSTEDPIVKVLEDELICKHMKTIVEMEYSGVVHMLKNNKTEDLECMYKLFIRVVEGLKTMCGCISGYLREQ
GKALVTEEEGGKNAISFVQSLLDLKDRFDHFLHQSFSDDRQFKQMISSDFEYFININPKSPEYLSLFIDDKLRKGVKGMT
EQEIEAVLDKSMVLFRFLQEKDVFERYYKQHLAKRLLLNKSVSDDSEKNMISKLKTECGCQFTSKLEGMFKDMTVSNTTM
EEFKSHVQNATINLHGVDLLVRVLTTGFWPFQSASSKCNVPLAPRMAFEAFKKFYLGKHSGRQLSLQPQHGSADLNAIFY
GARKGESGAEGGAASEEGASCSSASSRARKHIIQVSTYQMVILMLFNNRDHWTYEEMKNESDIPERDLMRAVQSLALGKH
TQRVLMKEPKSKEIEGSHVFMVNEQFTSKLHRVKIQTVAAKGESEPERKETRNKVEEDRKHEIEAAIVRIMKARKQMKHN
VLVAEVTEQLKARFLPSPVVIKKRIEGLIERDYLARTPEDRKIYTYVA*                               
>Ctel_119976                                                                    
MTITMEDYEQTYWPKLEGAINQLLTMSPGDYIPISYEQMYSCVYKCVCKQFSQRLYSDLLRQITAHLERLSLELQSQDSC
LYIERFYFALNQYTQALGGIVPIFNYMNRFYVESKLKSDLGVELRQLFVQYVADKHVNAIIPLMVDASSKPFSVSPNVMA
NLIKNIHALKPEYAKLRPQLFAKYLPGILPPCEERELNCYIEEAKQMQRDLSNHPEFIK*                    
>Ctel_180635                                                                    
MATMRSNPHGLKQIGLDQIWDDLRYGIEHMYRRQSMPKTRYMELYTHVYNYCTSVHQPGQSGQSSRGQGNRKRNQPTGGA
QFVGWELYKKLRDFLENYLVDVLRDGQELMGESVLEYYTRRWEDYQFSSKVLNGVCAYLNRHWVRRECEEGRKGIYEIYS
LALLTWRDHLFRALHNQVTNAVLKLIERERNGETINTRLVSGVINCYVELGLNEEDPIAKGPTLNVYKEHFENSFLDDTE
SFYNRESSEFLRQNPVTEYMKKAESRLMEETRRVQVYLHESTHDHVAHVCEKVLIEKHLESFHSEFQNLLNDDKNDDLGR
MYQLVSRIKDGLGELKTLLETHICSQGLTAVERCGDSAVNEPKVYVQTVLNVHKKYNALVMTAFNNDAGFVAALDKACGK
FINNNAVTRMAAASSKSPELLARYCDLLLKKSSKNPEEAELEDTLNQVMIVFKYIEDKDVFQKFYSKMLAKRLVQHMSAS
DDAEASMISKLKQACGFEYTSKLQRMFQDIGVSKDLNEQFKRHLQQTTDSNDIDFSIQVLSSGSWPFQKSCSFTLPTELE
RSFQRFTSFYSGQHSGRKLNWLYHMSKGELVTNCFKNKYTLQASTFQMAVLLQYNSADDFSVQQLQESTQIKMDILLQVL
QILLKSKLLVTEDDEADLQPTAVLALYHQYKYKKLRVNINVPMKTDMRQEQEATHKHIEEDRKWLIQAAIVRIMKMRKVL
KHQQLLGEVLNQLSSRFKPKVPIIKKCIDILIEKEYLERVDGQKDTYSYLA*                            
>Ctel_195383                                                                    
MVNKQRYNLLFIRQRQLVFEQIRSANLCGLVRKDVFEAFYKKDLAKRLLVGKSASVDAEKSMLSKLKQECGGHFTSKLEG
MFKDMELSKDIMLAFKQHMTHVEAPGISELTVNILTMGYWPTYTPMEVNLPEA                           
>Lgig_109593                                                                    
MQFVTCYVFYSFIFCYFFTGEEKSPLCEGCTIDIDDCTCQDIIDTFHSVNRQLDEMGILERLSGAAVTSIVHNQIQRYIN
TTCKGNFETSYIDHLEKWLDTKVLGWLNSIYAGEKNQCSISAFRGRLLHFLFETYAHARIEQLFAIVIDYPESEPAILDL
KTCLEKTNLRALLMTSLRKELEDRLLHPGVNTTDILLAYISAIRSLRVLDPAGVILEIVSEPVRKYLRSREDTVRCIVLC
LTEEGSNELLDELIKGQPLILEDDTCSDQEEGDWETWMPDPVDADPSSTSKSRRGSDIISMLVNIYGSKELFVNEYRTLL
TDRILSQFNCDMERELRYLEMLKLRFGESQLHYCEVMLKDIADSKRINSRIVQEMDNAGQKMDIDINALILSAQFWPSFR
EEKITLPTEMQKSLEEYTKKFEALKGNRTLNWKPHLGMMKIEVEHKGTMLNFSVSPVHAAIIMKFQTQSRWDVEELSGVL
QMSVSALRRKITYWQSQGLLKEEVPDTFVLVDEVKGQGHEVVMAEDESESAMTSAYQQREEELQVFWTYIVAMLTNLESL
PLDRIHTMLRMFAVQGPSSSGEVSQQELKGFLDRQIKDQKLVYVSGVYRLPK*                           
>Lgig_114418                                                                    
MLGQQGQCKFEDKWPCMRPTVLKLLRQEPVSRDEWHYLFEAVHSVCMWDEKEGPPKIYKALEEDILDFIRNAQTRVLQHK
EDSALLIRAYIAEWGKFFTQCNYLPMPFNQLEANLSGKLHNSTQKKDQESLVRKLMLDSWNQSIFCNIKKRLQDSAMKLV
HSERNGEAFDSQLVIGVRESYVNLSSDTEDKLKIYRENFEKAYLEATESFFKMKAPRYLEENGVQNYMSFADSKLKEEEL
RARRYLETGYGCNSVAALTECCVRVLVTDFKETILQECADMIKNNETEKLRLMFSLMDRVPDGITPMLSDLEKHIVEQGL



ADMMSAAQAITSDSEKYVEQLLDLFNRFSKLVKDAFLDDPRFLTSRDKAYRTVVNDTSVFRLEIPVKNKSIAGIKTQPES
KCPELLANYCDMLLRKTPLSKKLASEEVEAKLHDVLLVLKYVQNKDVFMRYHKAHLTRRLILDTSADNEKEENMVEWLRE
VGMPADYVNKLARMFQDIKVSEDLNVEFKDIHRNNNEGIADAINIKILNAGAWARSSDRVSVTLPRELEDYIPQVEEFYK
LKHNGRKLQWHHLMSNGIITFCNDSGGKFDLEVTTFQMGVLFAWNQRPYEKVSYESLRLATELPDAELRKTLWSLVAFPK
LKQQILLCSSDIKSPKDFVDVTVFWVNQKFTMIKNGKVQKRGKMNLVGRLQLSTEKSKEEDNEGIMQLRVLRVQEAVVKI
MKMRKRITNAALQTELVEILKNMFLPSKKLIKEQIEWLIEHKYMKRDGDNINMFIYMA*                     
>Lgig_136878                                                                    
MMSLTVADYENHYWPKLQDAIDQLLTIKPGCYIPISYEQMYSCVYKCVCKQFSERLYKDLLRHMEQHVTHLTEELNNSVN
KREFVERFAFTMNQYLQALAGIVPIFNYMNRFYVENKLKTDLNEELRKIFRIQVVDNQISHILNLVDETSSQPFVISPPV
MARLIQNLYSLNPEYVNLKPNLFSRYIPNVLPSTSANELERYQVEVKDMQKDIYGTPGFERY*                 
>Lgig_187016                                                                    
MPDNFQQETWRKLCEAVEAIHKSCSIRYSLEELYQAVENMCSYKMSANLYDQLKVVCESHVQSCLEQFKAYPFLTDTDNS
DYEQFLKKLDYCWQAHCRQMIMIRSIFLFLDRTFVLQNSTILSIWDMGLDLFRANVISDKVVEGKAVDGLLKLIERERNG
EAVNRQLLKSLLRMLSDLQIYKEAFEKKFLEATDLLYAAEGQQLMQERDVPEYLHHVDKRLNEETERLLHYLDQSTKKPL
ISCVEKQLLEQHLLQILQKGLDNLLQENRIEDLLLLYQLFSRVKNGQKELCTMFAEYIKVSGRCIVLNNENDADKDKEMV
QKLLDFKDKIDNIIDVCFGKSEKFVNVMKESFENFINQRQNKPAELIAKYVDSKLKAGNKEATEEELEQLLDKIMVIFRF
IHGKDVFEAFYKKDLAKRLLMSKSASVDAEKSMLSKLKQECGAAFTSKLEGMFKDMELSKDLSLALKPYMQNLDVAGGIE
LTVNILTMGYWPTYQPMEVHLPQEMIRYQEIFKKFYLGKHSGRKLQWQPSLGHCVLKVDFPSAKKELQVSLFQSLCLLLF
NDSTALSYEEIKAATAIEESILKRTLQSLACGKPTLRVLSKKPKGRDIEDGDKFYFNEEFKHPLFRIRINQVQMKETPEE
NTSTTEKVFHDRQYQVDAAIVRIMKTRKTLSHNLLISELYNQLKFPVKPTDLKKRIESLIDRDYMERDKDNPNSYHYVA*
>Lgig_207667                                                                    
MSLKPRRVDFEETWNVLLGTIKGVITCGTVPRHVWNDRFSDVYKLCVACPEPLGDKLYQETKLFLENHVSELNQSVVGNG
DESLLSIYHKNWEEYSRGSSYLNQLYGYLNTTFIKKQKHSEADLNYGGFTVDPVDQMLEIGELALDIWKRVMIEPIKSQL
ISLILQEVKRDRKGVSVNQTVIHGVINSFVNVEEYKRKNPMQYYETAFEAPFLQETGEYYKQEAQQLKDECSCSEYMEKI
IQKLDTEDFRSRKFLHPSSYTKVTQECQQRAVADHLQFLHGECREMVQNEKRKDLTNMYMLLRPIQSGLGVLVEQVEEFI
KQTGLDAVLNVKGDNIPSQFVESMLEVHNRYKDMIKNVFNGDQQFVGALDKACAHVINYRLNPKSVCKSPELLSKYCDSL
LRKSSKGISETELDDKLASSITIFKYLDDKDIFQRFYSRMLAKRLIYGLSTSMDAEESLINRLKQACGYEFTNKLHRMFT
DMSISMELSSQFHDVVKRDNLHTGVNLNILILQAGAWPLGQNILTFHFPSELEKSIKRFEGFYNSKFSGRKLSWMHNFCT
GDLKFNFTKKTYFVTMGTAHMAILLIYNNRNVLSFKEMQLMTNIPEKELTKFLQSLIDIKILTTQGSIEDESTFRLNPDY
SNKRTKFKISVATQKDSPYEVEMTHQTVDEDRKMYLQAAIVRVMKSRKVLKHTLLINEVISQSNSRFTPNISMIKKCIET
LIDKQYLERTANSTDEYSYVA*                                                          
>Lgig_215748                                                                    
MAGPSSRGQNPHGVRQIELDQIWDDLRSGIEHVYQRQYMNKPRYIALYTHVYNYCTSVHGQGQGQGSQVQGRGTGGRKPK
PPAGGAQFVGHELYKRLKEYLKTYLVKLLKDGQDLLDEQVLQFYTRQWEDYQFSSKVLNGICAYLNRHWVRRECDEGTKG
IHEVYSLALITWRDNLFRPLNKQVTNAVLKLIERERHGETVNTRLISGVINCYVELGLNEDDSSAKGPTLSVYKEHFETS
FLEDTDQFYIKESTEFLQQNPVTEYMKKGETRLKEEFKRVQLYLHESTQDVLAKVCEKVLIEKHLEIFHYEFQNLLDADK
NDDLGRMYQLVSRIQDGLGELKSLLETHIFNQGQTAIDRCGEAALNDPKIYVQTVLDVHKKYHALVMTAFNNDSGFVAAL
DKACGRFINNNSVTKLAQASSKSPELLARYCDLLLKKSSKNPEEAELEDTLNQVMIMFKYIEDKDVFQKFYSKMLGKRLV
QHMSASDDAEASMISKLKQACGFEYTSKLQRMFQDIGVSKDLNEQFKKHLQGDSLDIDFSMQVLSSGSWPFQQSCTFNLP
VELERSFQRFTTFYSAQHSGRKLNWLYHMCKGELVTNCFKNRYTLQSSTFQMAVLLQYNLMDNFTIQQLFENTQIKMELL
TQVLQILLKSKLLVTKEAETELTPQTVVSLFTMYKNKKLRVNINVPLKTEVKAEQEITHKHIEEDRKLLIQAAIVRIMKM
RKQLKHQNLLAEVLNQLSARFKPRVPVIKKCIDILIEKEYLERVEGQKDTYSYLA*                        
>Lgig_231265                                                                    
MSSGLGRSSQNRKDTKMRIRAFPMTMDEKYVNNIWALLKNAIQEIQKKNNSGLSFEELYRNAYTMVLHKHGEKLYTGLRV
VVTDHLINKVRDDVLAALNNNFLQTLNSAWNDHQTSMVMIRDILMYMDRVYVQQNNVDNVYNLGLIIFRDQVVRNPIIRD
HLQTTLLEMVAKERRGEVVDRGAVKNACQMLMVLGIDSRCVYEEDFERPFLEQSAEFFRMESQKFLAENSASVYIKKVEA
RINEEAERASHYLDKSTEEPIVKVLEDELIGKHMKTIVEMENSGVVHMLENNKTDDLACMYKLCVRVANGLKTMCNCISK
YLREQGKALVVEEGEEAKNAITYIQSLLDLKDRFGHFLHESFSDDKLFKQMISGDFEYFINLNAKSPEYLSLFIDDKLKK
GVKGMTEQEIENVLDKSMVLFRYLQEKDVFERYYKHHLARRLLLNKSVSDDSEKNMISKLKTECGCQFTSKLEGMFKDMT
VSNTINEEFKLFVQQAQVNLSGVDLTVRVLTTGFWPTQSATPRSSIPSAAQTAFEAFRRFYLAKHSGRQLTLQPQLGSAD
LHATFYGPKKDEGESSNGASAKNPRKHILQVSTYQMCILMLFNNNREKWTFEEIKNHTDIPERELTRALQSLAVGKLAQR
ILHKDPKTKEIEAGHIFTVNDQFTSKLFRVRIQMVATNKGEAEPERKETRNKVDEDRKHEIEAALVRIMKARKKLQHNVL
IAECTEMLKPRFLPSPVVIKKRIEGLIEREYLARSADDRKVYTYVA*                                 
>Nvec_XP_001641154                                                              
MSLKPGVVNFDETWAKILKTLKAVVTLEKIERAVWNDRFSDVYALCVAYPEPLGEKLYSEIKLFLEEHVKSLYQAVSSPD
IDILREYHSHWAKYSQGSSYMDLLFRYLNSHLKKQKQDYVEISPYTVTPICPDAIDIGPLALSIWKSIMIEPLKETLVQH
LLAEIRKDRNGEGTQQNVVHDTIKSFVGVQEYQSKGALSLYESEFEKPLLQETGEYYRREAADLLAENPCSVYIQKVDVR
IQDEDLRARKFLHPVSYSRVIRECEARMVEEHIPYLQAECRQMVRGEKCADLSRMYKLLKHIPRGLHVMVTELEQHVEET
GQNHDTQKFICFQGPFQYVDAMLDVHSKFTKLIDETFHADQAFHASLDKACTTIVNYRHDARKPSKSPELLAKYCDLILK
KSNKNLSDSELDEKLGEVIIVFKYIDDKDIFQKFYSKMLAKRLIHNLSISMDAEEAMISRLKHACGYEYTNRLHWMFTDM
SISSDLNSSFSDFLATAQVNMGINFSLLVLQSGAWPLGQTSVSPFSIPQELIRPVQMFEQFYNGKFNGRKLAWLQHLSNG
EVKLNYCKRTYFLTVSTFQMAVMLLFNDKLQFTFSELSTLTQLLNKELTRIIQSLVDVKLLNKTEDDDSKEATYSLNMNF



SSKRTKLKITSAVQRDSPQVVILLSTRGTADSDNWHLHLAEKPMVRSYHLQQTNDTLFSFCLQVISQSRARFIPSVPMIK
KCIEALIDKQYLDRQEGSKDEYSYVA                                                      
>Nvec_XP_001630824                                                              
MSLLLNSNKPGVQFEDKWHELKLTVNKLLKQEPVSTHEWQDLFWDVHKVCNWDEKGPHKVFHALKDEVSLFIHQVQERVL
QHQDDHSLLKAYISQWAKFFTQCSYLPKPFATLESNLQGKAGGGASKRPLAESITVQKLMLDTWNEGIFSSIKNRLQSSA
MKLVHAERNGEAFDSQLVIGVRESYVNLSSDASDKLMIYRENFEKAYIDATEEFYKAQASSYLQENGVQNYMRYAEMKLK
EEEQRALRYLETRKGCNSVAVLTECCVNVLVGSFKETILAEGPGMIAANETKKLLLMFQLMDRVKGGVDPMIQSLESYIV
TTGLNDMLAAAETITTDSEKYVEQLLALFNRFSAMVKEAFNDDPRFLTARDKAPQAFKTVVNDTKIFKLELPSKGKGSGA
LSVKPQPESRCPELLANYCDMLLRKTTYSKKLTSDEIESKLKDVLLVLKYVVNKDVFMRYHKAHLTRRLILDTSADSEME
ENMVEWLRDVGMPADYINKLARMFQDIKVSEDLNQEFKRTCRDKGDIADSINIKILNAGAWSRASERIPVSLPTELEDCI
PEVEEFYRKNHSGRKLQWHHLMSNGVITFSNKTGKFDLEVTTFQMSVLFAWNERPLDHISYENLRLATELPDSELRKTLW
SMVSIPKLKRQILTCEPAVRSPKDFTDSSMFWVNQDFALIKNGKVQKRGKVNLIGRLQLSTDKAKQEENEGIVALRILRI
QEAIVKIMKMRKRITNAALQTELVEILKNMFIPQKKMIKEQTEWLIEHKYLKRDEEDINTFIYLV               
>Nvec_XP_001629633                                                              
MATRGANPHGLRQINLDEIWDDLKEGIQHVYNQQSMSKQRYMELYTHVYNYCTSVHQQSQSRVPKQKKAPNQGGAQFVGH
ELYKRLKEFLKSYLLNMQKDGADLMDESVLRFYSSRWEDYRFSSKVLNGVCAYLNRHWVRRECDEGRKGIYEIYQLALVT
WREHLFRPLNKQVTNAVLRLIERERNGETINTRLVSGVIQCYVELGLNEEEQSSKGPALTVYKQYFESVFLEDTERFYTA
ESVEFLRENPVTEYMKKAEARLLEEQRRVNVYLHESTQDELARKCEQVLIEKHLDIFYAEFQNLLNDDKNEDLGRMYSLG
SRIPDGLVQLRTLLENHICYQGLNALEKCGEQAYNVSTPASYVIIIIFVSKMCNYYFIMSFKNDAGFVAALDKAFGKFIN
SNAVTKQAQASSKSPELLARYCDSLLKKSSKNPEEAELEDILNSVMVVFKYIEDKDVFQKFYANMLAKRLVQHNSASDDA
EASMISKLKQACGFEYTSKLQRMFQDIGVSKDLNDKFKAHLANTGSLDLDFTIQVLSSGSWPFQQSWTFSLPAEMEKSHQ
RFTTFYSSQHSGRKLHWLYHKSKGELVTNCFKNRYTLQASTYQMGVLLMFNTADSYTVEQIQEQTQLKMELLIQVLGILL
KTKLLLCDTCEDVSGLEPSSVLKLFFGYKNKKLRVNINVPMKTEQRNEQEQTHKYIEEDRKLLIQAAIVRIMKMRKMLKH
QPLLAEVLSQLSSRFKPRVPTIKKCIDILIEKEYLERVEGEKDTYAYLA                               
>Nvec_XP_001627760                                                              
MVNPIVQRRTVDGLLQMIEKERHGEAVDRSLLKSLLRMLADIQMYEDAFESKFLEATDVLYSQEGNRYMQETDVPKYLAH
VDKRLKEEMDRLIHYLDQSTRKPLILCVEKQLLGQHLTSILQKGFDNLMLSNRIADLALMYQLFGRVRKGMEELCAAFSG
FIKKQGISIVLNPEKDKTMVQELLDFKEQLDTMIAEAFMKSEKFVNAMKESFESFINKRPNKPAELIAKFVDSKLRAGNK
EATEEELERLLDRIMVIFRFIHGKDVYEAFYKKDLAKRLLVGKSASVDAEKSMLSKLKQECGAAFTSKLEGMFKDMELSK
DVMVQFRQYLQHQSLPWNMDMVVSILTMGYWPTYLPMDVHLPTEMVHYQETFKKFYLAKHSGRKLQWQNTLGHCVVKADF
SEVKKELQVSLFQTLVLLMFNEGNEYSLEDIKQATGVEDGELRRTLQSLACGKARVIKKRPQSKDIEDGDIFTFNKEFKH
KLIRIKINQVQMKETPEENVNTTERVFQDRQYQIDAAIVRIMKTRKTLSHTLLVSELYTQLKFPVKPTDLKKRIESLIER
DYMERDKEIANQYHYVA                                                               
>Nvec_XP_001627330                                                              
MVLHKHGERLYNGLKQVVTEHLEDKIRKDVVASLNNNFLDTLNAAWNDHQTSMVMIRDILMYMDRVYVQQNGVDNVYNLG
LILFRDKVVRYGNIRDHLCQTLLSLVRKERRGEVVDRMAIRNACQMLVILGIDSRHVYEEDFERPFLEESAEFYKMEGQK
FLAENSASIYIQKVETRINEESERAKHYLDPSTEESVVKVVEEELIRKHMKTIVDMENSGVIHMLKHDKIEDLARMYRLF
YRVKEGLKTVCDCMRGYLREQGKAVVVDEESETARNPISCIQNLLELKDRFDHFLHNGFSSDRLFKQAIGSEFEYFLNLN
GKSPEFLSLFIDDKLKKGVKGYSEQEVEVVLDKCMVLFRFLQEKDVFERYYKQHLAKRLLLQKSVSDDSEKNMISKLKTE
CGCQFTSKLEGMFKDMTVSHTTNEEFRQHLSNSQINLLGVDLIVRVLTTGFWPTQSGNHKCNVPPQAQHAFDCFKRFYLG
NHSGRQLTLQPQLGTAELNATFPPVKKEGASLGQRKHIFQMSSYQMCILMLFNSQERWTYEDILQQTLIPERDLNRALQS
LACGKATQRVLSKEPKGKDITATDVFSVNDLFTSKLHRVKIQTVLAKGESEPERKETRTKVDEDRKHEIEAAIVRIMKAR
KKRPHNLLVAEVTEQLKARFLPSPQVIKKRIEGLIEREYLARTPEDRKVYLYVA                          
>Nvec_XP_001640749                                                              
DKEYSTVFWPKLEGAILLILKQNPGEFIPISYEEMYSTVYKCVCWQYSERMHSSLIELVSSYLRQITHELQNSPRQDYLE
KFHFAMAQYFQAVAGIVAIFNYMNRFYVVPKLHSDLSVQLKTLFMEYVADNPLLFSKYLIAELSVQPFAVNPQTMMSIIK
GLYSLNPGFAERNPALFAKYIPNLLPPSTPQDLPSLIEQTQQMQKDLVDNPDFTRYTITITQ                  
>Nvec_XP_001638137                                                              
MLIICDFLLAKPDLPDNYKEATWLKLKEAVCAIHHKTSIQYSLEELYKAVENMCSHKMAATLYSQLKAECEQHVKSNLVQ
FTGYPFQFLGHHSMDSVLYLGKLKQCWEGHCRQMIMIRSIFLYLDRTYVLQNTSILSLWDMGLHLFRSHIMVNPIVQRRT
VDGLLQMIEKERHGEAVDRSLLKSLLRMLADIQMYEDAFESKFLEATDVLYSQEGNRYMQETDVPKYLAHVDKRLKEEMD
RLIHYLDQSTRYKSGA                                                                
>Nvec_XP_001628530                                                              
QDRVYVQQNGVDNVYNLGLILFRDKVVRYGNIRDHLCQTLLSLVRKERRGKVVDRMAIRNACQMLMILGIDSRHVYEEDF
ERPFLEESAEFYKVSMALWMGQIFHMVQYILGRCIENEEYNV                                      
>Nvec_XP_001625156                                                              
LVQFTQLNSWLNSIGLLQKVAGAAHVAVIHKMIKERIEQKCKGEFESSFLQPLENWMDTELYHWLFAILGDGCAGSQHVE
EWKPRLKYFMYKTYADLRIGELFSIIVEFPDSTPAIQDLKECLEMTNQRGQLVNSLREAFETRLLHPGANTSLILSQYVS
AIRSLHVLDPTGVILENVCEPVRQYLRTREDTVRCIVSSLTDENTTELAEELMHGEPHPIDGTGTSDSEDDEEDWVPDPV
DAPPARSSRSGKAPDIISMLVNIYGSKDLFVSEYRTLLADRILSTFNYDTDRELRYLELLKLRFGESHLHFCEIMLKDVA
DSRRINSNIHSCRGRAGKKPLPVDINAMILSAVFWPLFREEKLKVPDAVETSMAEYRGGFEALKAMRTLEWKTHLGLVEV
ELELEDRTLSLSVSPVHATAIWHFQEKERWQLDELSSVMHVTPGTLRRRLAFWVSQGVLREESPDTYIVMERQKGIHKAH



SAEVMVEAEPESATASVQQKREEELQVFWSYIVGMLTNLESLPLERIHSMLRIFAMQGPESAQCSVGDLKRFLDCKVKEQ
ELQFANGFYRLPKTGR                                                                
>Nvec_XP_001619889                                                              
QDRVYVQQNGVDNVYNLGLILFRDKVVRYGNIRDHLCQTLLSLVRKERRGEVVDRMAIRNACQMLVILGIDSRHVYEEDF
ERPFLEESAEFYKVSMALWMGQIFHMVQYIPGRCIENEEYNV                                      
>Nvec_XP_001619887                                                              
FRNAYTMVLHKHGERLYNGLKQVVTEHLEDKIRKDVVASLNNNFLDTLNAAWNDHQTSMVMIRDILMYMV          
>Adig_1446v119503                                                               
AVSGPDVEILRLYHNHWLQFSKGSSYMNQLFRYLNTHLKKHKQDYGEISPYSTSFCPDSGEEVMDLYEEVLEKPLLKETK
SYYRREAAQLHADNTSHAFIAKIDVRIQDEDLRARKFFHHVSFSRVLRECEARLVEDYIPYLQGECRQMIKDENRT    
>Adig_6047v123139                                                               
LRYLELLKLRFGESHLHFCEIMLKDVADSRRINSHIQVLGCSDNANVSGTIPLTAMVLSAVFWPAFRDEKLKVPNEVQKA
MDEYTKGFEALKERWTLEELSGVMQAPAGLLRRRLGFWISQGVLKEESTDTFVVVEKQKGQQRISEVVMDAEVESVMASS
QDQREEELQVFWSYIVARMGSELIAHEAKSLIGY*                                             
>Adig_9341v106238                                                               
MLPITKDADLSRGSNLHETESNVAENGGARKKRRLSNNVKNGTCIAASDPLQSELNFHPHKKQKTLISVEGAENKDFSMA
EPQRKANFSAYGNHFHERSPLANNSAKPGQAKKLVIKNFKAKPHLPENFKEATWQKLREAVQAIHNKKFVIYSSEELYKA
VENMCSHKMAATLYDLLKTECESHVKSNLQQFVCDSMGSELYLAKLNHCWEDHCRDMIMIRSIFLYLDRTYVLQNSSVLS
LWDMSLNLFRRHIMSNQTVQSRTVEGLLQLIENERHGEAVDRTLLKSLLRMLADLQMYEDAFEIKFLKATEALYHEEGNR
YMQETDVPKYLAHVDRRLREENDKLLHYLDQSTRKPLIPCVEKQLLGQHLGSILQKGFDSLMLSYRLSDLALLYQLFSRV
KKGQDELCLAFNEYIKRQGASIVLDPEKDKSMVQDLLDFKEQLDCIIDDAFMKSEKFVNSMRDAFEAFINRRPNKPAELI
AKFVDSKLRAGNKEATEEELEKLLDRIMVLFRFIHGKDVFEAFYKKDLAKRLLVGKSASVDAEKSMLSKLKQECGAAFTS
KLEGMFKDMELSKDILVHFKQFVQHQDLPGSIDMVVSILTMGYWPTYTPVEVHLPNEMVQYQESFKRFYIGKHGGRKLQW
QNTLGHCVVKADFGPSAERMGNCEEPFSLLPVVKHEYLPRNLRAEIELYNQLKFPVKPTDLKKRIESLIERDYMERDKEI
PNQYHYVA*                                                                       
>Adig_15059v111538                                                              
MTMDDKYVEDIWNLLKNAIQEIQKKNNSGLSFEELYRNAYTMVLHKHGERLYSGLKQVVQEHLIEKIRKDVVNSLNNNFL
DTLNAAWNDHQTSMVMIRDILMYMDRVYVQQNGVENVYNLGLTLFRDLVVRHGNIRDHLCQTLLTLVRRERKGEVVDRMA
IRNACQMLMILGIDKRVVYEEDFEKHFLEESAEFYRLEGQKFLVENSASVYIQKVEARINEESERAKHYLDPTTEEPIVK
VVEEELIHKHMKTVVEMENSGVIHMLKHNKIEDLARMHRLFIRVKDGLKTVCDCMRGYLREQGKALVVEEEGESSKNPIS
YIQSLLDLKDRFDHFLNNSFNNDRLFKQAISLEFEHFLNLNGKSPEFLSLFVDDKLKKGVKGLSEQEVETVLDKCMVLFR
FLQEKDVFERYYKQHLAKRLLLGKSISDDSEKNMISKLKTECGCQFTSKLEGMFKDMSLSQSTNDEFKQHISNNQINLMG
VDLVVRVLTTGFWPTQASSPKCTIPPQAQHAFDCFKRFYLGCHSGRQLTLQPQLGTAELNATFPPSKKEGEMDL*     
>Adig_17956v114080                                                              
MSTESVEENSVLRQPRVTFVNDETFSAFYWPKLESAIVVILQQNPGQFIPISYEEMYSTVYKCVCQQYAEKMYNNLIEIV
SDYLKRVSEELKVTPRDAYLEKFNFLLSQFFQAVNGIVAIFSYMNRFYVKTKLQSDLNKELFRIFTNIVTDNVTLFDFVY
WNHLCNIIDLTQGNSQVKMFPHDLTISKY*                                                  
>Adig_18069v114175                                                              
MVLEEIHEFQVGNKTFKTLTSAVNELHIHLSSYRPFVELLDSLTASLLLGNLKAQFEVLVRAVIFCDTPEEFKSIVYAFY
SHTFQAYQYGYKTDTEKIDSSDDNATDQTTTEVSLDEWKPKLHYFMYKSFADLRIDQLFDIIVEYPDSLPAIQDLKECLE
VTDQRKELIVSLRTALCFVLLLDKMSSSRKAPDIISMLVNVYGSTDLFVSEYRTLLADRLLASFNYDTEKELRYLELLKL
RFGESHLHFCEIMLKDVADSRRINSHIQVLGCSDNANVSDTIPLTAMVLSAVFWPAFRDEKLKVPNEVQKAMDEYTKGFE
ALKVEIKDSEVGVRSELKIHCVQMK*                                                      
>Adig_20950v116470                                                              
MFLFLVQLEDYIPGVEEFYRKNHSGRKLQWHHLMSNGVITFANKSGRFDLEVTTFQMAVLFSWNERPHERISFENLRLAS
ELPDSELRRTLWVCRYLRVLTILVRTGRPTGLIKQSGTVTCQFCRTEKAAHDQTVDR*                      
>Adig_21006v116522                                                              
MNTMASRTQNPHGLRQINLDEIWDDLREGIQRVYKQQSMSRPRHMELYTHVYNYCTSVHQQSQSRIPKQKKAPNQGGAQF
VGHELYKRLKEFLRSYLTGMQKDGSDLMDESVLKFYTQHWEDYRFSSKVLNGVCAYLNRHWVRRECDEGRKGIYEIYSLA
LVTWRENLFRPLNRQVTNAVLRLIERERNGETINTRLVSGVIQCYVELGLNEEEPSSKGPTLNVYKSSFESVFLDDTERF
YTTESTEFLRENPVTEYMKKAEARLLEEQRRVRVYLHESTQDELARKCEQVLIEKHLDIFYAEFQSLLDDDKNEDLGRMY
NLVARIPDGLGQLRTLLENHITNQGLNALEKCGDQAFNDPKVYVETILEVHQKYNALVLTAFNNDAGFVAALDKACGKFI
NNNFVTKQAQSSSKSPELLARYCDSLLKKSSKNPEEAELEDILNSVMVVFKYIEDKDVFQKFYSKMLAKRLVQHNSASDD
AEASMISKLKQACGFEYTSKLQRMFQDIGVSKDLNDKFKTHLANTEALDVDFSIQVLSSGSWPFQQSAPFSLPAEMERSH
QRFTTFYSSQHSGRKLHWLYHMCKGELVTNCFKHRYTLQASTYQMAVLLMFNNSDSLTVEQIQEHTQLKTDILSQVLGIL
LKSKLLVSETTEDGSNLDRSSSVSLFLGYKNKKLRVNINVPMKTEQRQEQEQTHKYIEEDRKLLIQAAIVRIMKMRKMLK
HQPLLAEVLSQLSSRFKPRVPVIKKCIDILIEKEYLERVEGEKDTYAYLA*                             
>Adig_21376v102475                                                              
MNDRVFKHEDNSTLLRSYIREWSKFFTQCSYLPQPFNTLESNLQGKAGGGSSKRPQNEQSTVQKLMLESWNDGIFNTIKS
KLQSSAMRLVHAERNGEAFDSQLVIGVRESYVNLSSENLDKLKIYRENFEKAYLETTEEFYKTQAASYLQENGVQNYMQY
AEMKLKEEEQRAVRYLETRKNCDSVLVDLLISKKQQKAGASSKGL*                                  
>Hmag_XP_002154151                                                              



MVMLLPRFLGNNIIMLLPRLLGNNLLAFEMWKSEIIKPLQDSLISALLQEITKDRMGERPSVAVVKGVIHSFTFEQPVLL
ETSNFYKNESNRILEFCNCSQYMEKVDSRLAEENLRVQRYLHPSTFEKVMNVAQSRLVEDHLELLTGECRRMVKEQKFAD
LKRMYKLLRPLPKGFKEMLTEFEIHITETGLDRVKSLHTESDTGQFVNVLLDLHVEYTQIIHTTFKKDQSFFGARDKACT
KVVNHKLDAKKPCKSPELLAKYCDSLLKKNTKNFPETEIDEKLNNVITIFKYLDEKDIFQKFYSILLAKRLIHNLSVSMD
AEEGMITKLKLACGYEYTNKLHRMFTDMAISKELESKFSDFLRGSNTELGINFSVLILQSGAWPLGQSVSPSVMLPSEFS
RSAQMFKTFYNSKFNGRKLTWLQNLSNGEVKLTYLKKPYLVTCTTYQMAVLLLYNDSDSLSYNDIKLSCELEEKELKRTL
QSIVDVKIFFKSPEDVEDLCLCSFSLNLRFANKRTKFKITAALQKETPQIIEQTHVAVDEDRKMYTQAAIVRIMKSRQIL
RHNILIQEVIDQSRAKFSPSTQMIKKSIEALIEKNYIERVSGSRDEYSYVA                             
>Hmag_XP_002160900                                                              
MSLSGSSRPKATNLEQIWDDLKEGIQQIYLKQNMPKPRYMQLYTHVYNYCTNVQNPSSNNKIPKKKQPNSGGAQLVGSEL
YKRLKDFLNNYLNNLLRSGADFMDESVLTFYTQQWEGYKFSSKVLHGICAYLNRHWIRRECGEGRKDVYEIYNLALVTWR
DVLFKGLDTRVTYAVLELIRRERNGDTINTSLISGVIDSYVHLGINEEDTRTTGPNLSVYRKQFESIFLQDTEQYYTAES
EAFLAHNPVTEYMKKAEIRLNEERRRVFVYLHESTQIELARKCEQVLIKKHLETLYGEFRHLLGDDKDEDLGRMYNLVSR
VPDGLVTLKQLLEQHIHTQGLNVIEKCGEAAINDPKMYVTTMLGVHRKYYALVVSAFSNDNGFVAALDKACGRFVNANSV
TKAAGNSSKSPELLARYCDSLLKKSAKNPEEAELEDILNSIMIIFKYVEDKDVFQKFYSKMLAKRLVQQNSASDDAEATI
ISKLREMCGYEYTNKLQRMFQDMNVSKDLNDKFKKHVSSQENGEVDFSIQVLSSGAWPFQQSPIFTLPPELERCLQRFTT
FYNAQHSGRKLHWLYQLSKGELVTNCFKNRYTLQASTHQMAVLLMYNSEDSYTVEQIQEHTQINMDILQQVLSILIKIRL
LISNPTIVENFPLTSVIHLYKEYKNKKLRVNINVPMKTEQKLEQQQTHKYIEEDRKLLVQACIVRIMKMRKVMKHQNLLT
EVLTQLSARFKPGIPVIKKCIDILIEKEYLERVEGEKDTYSYLA                                    
>Hmag_XP_002157816                                                              
MNMKKRESNSKMRIRAFPMTMDEKYVADIWNLLENAIQEIQRKNNSGLSFEELYRNAYTMVLHKHGERLYNGVRKVVTDH
LVGKVRKDVITSMTNNFLETLNIAWNDHQIAMVMIRDILMYMDRAYVEQSKVVTVYDLGLILFKEQVVCHPPIQENLRET
LLSLIERERKGEVVNRLAIKNACQMLMTLGINGRSFYEDEFEKHFLQVSAEFYKLESERFLAENSASVYIWKVEARIAEE
RERARHCLDSSSEPAIVKVVEEELISKHMKTIVEMENSGVVHMLKNSKYEDLGCMCRLFQRVNYGLKAMCEAMSIYLREE
GRAIVSEEKEAEGKNAIIFIQLQKAYGGKSYSSILFIFD                                         
>Hmag_XP_002165647                                                              
KSICIVQEAAAETWLSNIHKEYSAGPYKYKFKVKTTFPQHMFNNNFIFTVLSERCLMTNYTESFKQLKGMRTLDWINNLG
SVELEVELQDGVKNFNVTPAQATLLLTFQKKDEWTLSELSRETSVNKTSLRNRISFWVGQGVIVEKPNDVYVTASCFQSQ
NQKDTTLYDSEEENVAFSQNQKEEELHVYWSYVVGMLTNIGSLPLERIHSMLKMFATHGESSSHCSLEEVKAFLCSKIND
GELTYVGGMYKLPKGA                                                                
>Hmag_XP_002169634                                                              
NREDTIKCIITCITDEESGPDLVEELISSDVGGEYNSDHESDGEDWVPDPIDAKTDLSSRKQRTADIINILVNVYGSQDM
FVSQYRILLADRILTNFNYSVSNERRYLELLKRRFGENHLHFCDIMLKDIQDSQRINRLIKDDASKQCAIEQQIDFNAFI
LSSTFWPTFSDESVDPPEEVKSLMTNYTESFKQLKGMRTLDWINNLGSVELEVELQDGVKNFNVTPAQATLLLTFQKKDE
WTLSELSRETSVNKTSLRNRISFWVGQGVIVEKPNDVYVTASCFQSQNQKDTTLYDSEEENVAFSQNQKEEELHVYWSYV
VGMLTNIGSLPLERIHSMLKMFATHGESSSHCSLEEVKAFLCSKINDGELTYVGGMYKLPKGA                 
>Hmag_XP_002155486                                                              
MNMKKRESNSKMRIRAFPMTMDEKYVADIWNLLENAIQEIQRKNNSGLSFEELYRNAYTMVLHKHGERLYNGVRKVVTDH
LVGKVRKDVITSMTNNFLETLNIAWNDHQIAMVMIRDILMYMDRAYVEQSKVVTVYDLGLILFKEQVVCHPPIQENLRET
LLSLIERERKGEVVNRLAIKNACQMLMTLGINGRSFYEDEFEKHFLQVSAEFYKLESERFLAENSASVYIWKVEARIAEE
RERARHCLDSSSEPAIVKVVEEELISKHMKTIVEMENSGVVHMLKNSKYEDLGCMCRLFQRVNYGLKAMCEAMSIYLREE
GRAIVSEEKEAEGKNAIIFIQKLLDLKERFNMFLEKSFNQAVLFKQTVSGDFEHFLNLNSKSPEYLSLFIDDKLKKGSKG
LSEQDVETVLDKTMVLFRYLQEKFPRKIRKNR                                                
>Hmag_XP_002170287                                                              
MENDSLYGKNGFNKENHITENGFIKENLFAENKHCNKSNTSLNEGFMSTPNHAKKLVIKNFKVIPSLPDNYKDVTFEKLK
DAVSAIHLEHSISYSLEELYKAVENLCSHNMSSQLYERLREVCEEHVKTIIAEFSSYPFNLNIFFDLHLTDIIDNFVFLK
KMDKQWESHCRQMTMIRSIFLYLDRVYVLQNSSVLSIWDVGLQLWRIHIMGHPFIQSKTLLHKKAFSINYCNSETVDRSL
LKRLIKMLADLQMYQQIFEPVFLKETDQLYLVEGNTLMSKVDVPNYLQHVERRLKEESERLFHYLEPCTRKALISSVENQ
MISCHLTNILNKGFNYLMDCSANVHLLLMYNLFSRVKNGLDSLCEYFGAYIKVKGLTIINDTERDKYMVQELLEFKEKLD
MLIEESFNKNEKFIITMKDSFEYFINKRPNKPAELIAKFVDIKLRAGNKEATEDELERRLDKIMILFRFIHGKDVFEAFY
KKDLAKRLLLGKSASVDAEKSMLSKLKQECGGAFTGKLEGMFKDMELSKDIMSSYKQMVQLQNTSSGIDLNVNILTMGYW
PTYTPIDVLLPNEMVKLQEVFHKFYLSKHSGKKLQWQTNLGSCTVLACFPSGNHELHVSLFQLLCLLQFNEGDEFLFEDL
LTATGIEEGELKRTIQSLACGKIRVLRKLPQGKEVNRGDKLIFNKKFSHNLYKIKINQVQMRETQEENQLTNEQVFQDRQ
YQIDAAIVRILKTRKSLIHNLLVTELYSQLKFSVTPSDIKKRIESLIDRDYMERDKDNSNTYHYIA              
>Tadh_XP_002112916                                                              
MPTGLLLSADDSSNDDFERSWQQIEHTLLALLNQQPISKREWQDLFALTFRLSMWYESSNQIIVDNFNSVINRFVLDKKE
VLAAQSDKLVFLQEYVQIWETYYRLCDYIPQLFKRLEVASTNKSGSAALSVSKRNKCQAFRDTMLEKWKDGLLNYHIQRL
LDNVMELIIEEKRNHIYNGQLITNIKDALVHLHCSKDKDKLDTYQQFERAYMKNILEYYKLQSSMALDEMSMSDYIRYVD
AKLREEEDNCRRYLEFSSMKVVLESIENHLINSRKSILLQECFKMIKNGNTADLIIIFKLLDRVNGCIDNVLEALSSHIL
ESGMSTLLTDAEVIIWDSEKYVDKFIGLYEKFSELLKGGFNDDARFLSCRDQAFKKIINDRTIFSINIPTKIKGMGKLEP
ESRCPELLAGYCDLLLRKTNVNKKLTSGEIERRLKDALLLLKYVQNKDVFMRYYKVHLMKRLLLDITADQEMEENMIEWL
RNIEMPVEFINKLAKMFHDIHISHDVNNLFKEARSKEASDTINAKILSAAAWSRGSENTNVSLPSELAEYIKEIEGFYHQ



KYTTRKLQWHHLYSSGTITFATNYGKYDLEVTTFQMSVLFAWNLRPSDEISLDSLRIATGLNESELRKTLFSLTNNSKMK
YQILLVNPSVQSFREYTHQSIFRINRDFNIVKSGKIQKRGKVTLIGRLQLAPEKGNEEENKEIASLRMLRTQEAIIKIMK
MRKRLRFGQLQTELVNVLKNMFFPQKAVVKDQLEKLIEENYIKRDEQDLNTFIYLA                        
>Tadh_XP_002112179                                                              
MASNQASVKSTKLSVKNFKPKVRLPDAGKEEWWNQLREAVRAIHNRCPISYNREDLHKAVGHMCTHSLSPRLYNELKIQC
EEYTKASLHQLIDDFMDEMAYLIKLNSLWKDHCNQMIMIRGIYLTLDRTYVMQNPLVLSLWDMGLELFRKFIVSEQTVEK
KTIDGLLSLISRERNGETINKSLIKSLLRMLSELQMYQYHFENKFLQVTESLYATEGQNFSQSLEIPDYLSFVDKRIKEE
SERCLHYLEHSTKKPLLTSVEKQLIEYRKEMIINKGKTELLDTNRLDKLKLMYSLLARVNGGLDELCKRFSLYIQERGTS
MVMDTERDKTMVTELLDFKSKLDSVIELSFDHNPKFINTEKDSFETFINRRTNKPAELIAKYIDMKLRAGNKEATDEELD
KILDKIMVMFRFIQGKDVFEAFYKKDLAKRLLVGRSASVDAEMSMLLKLKQECGAGFTSKLEGMFKDIEHSKELMPHYKQ
YLNNQKIGHNLDMTVNVLMTSNWPTYHPMDVILPEYMISYQKHFQQFYLSKHSGRKLQWISTLGHCVVAANFPLGKKDIV
VSLLQTLVLLQFNKEDEISFLDLKQRTGIDDADMRRTLQSLACGKVRVLHKKPKGKEVEDNDVFAYVSDFKHKQFHIKIN
QVQMKETLEENINTTERVFQDRQYQIDAAIVRIMKTRKTLSHALLVTAVYEQLKFPIKPSDLKKRIESLIERDYMERDED
DAYQYHYVA                                                                       
>Tadh_XP_002110752                                                              
MRKSIDYDATWASLRKVIFDVLTLKPVDRIIWSDSISDIYSICISSSEYIERIYNDCKEFLISHITHIKKELTGVYSQAL
LKKYYEYWIKFSSGASYLNSMFTYLNRSRNYMHGSDSSYEQMPYSSQENEELPAEIGQIAMQQWQEIIIEEYQVELVNVL
LAAIENDRKEENIPVADLVQGVIHSFGKFFYQSVFEARLLEETKNFYARELARLRESYDFSGFIKAVKNRIDAEQHRCQK
FFHVSSHSKVLKACISRLTAEQIDYLNCECARLVKNELIDDLNCLYKLLRLVDNGLKVMLQEIESHIKRIGKLLVINLFR
KTCEDYVNAMLKVSDRFSTLIQQAFEEDPEFKTIFGKAIRAVINHSNSSSTPIRAAEILARYADILLKKGSKNWSDAELD
DKQSHVINLFKYVDDKDLFQKFYSKFLAKRLIMNGSISLDAEEEMIKKLKIICGYEYTSRLHQMFTDIRLNEGVNSEFSS
YLNKKNIKLTVNFSASVLQSGAWPLNQTSSPYSIPPDLERSLTTFEEYYCTSLHRGRKLVWLPYLSTAELRMTYLKKGYY
VTTTTYQMAVLLLYNNALSYTGRDIATWTQLTEKELIRTLSSLEAAKILIKENSREGNSYKLNLEFGNKRTKFKIASSSI
RESPQEITKVHSRIEEERKLFLQATIVRIMKSRKVLNHNSLLEEVIKMSVNRFSPSIVLIKKCIELLIEKDYMKRNEGRQ
DEYNYIA                                                                         
>Tadh_XP_002110161                                                              
MQHPLTARNVQLDQIWTDFKTGVEQIYDARTSMSRTRYMQLYTHVYNYCTTANRTSTASSRTRSGISLGAQFVGMELYSR
LKDFLAFYLVPKVLEANEAIGESLLTYFTAEWERFKFSSKVLDGICAYLNRHYIKRECDEGHDYFEIYCMAMTVWRDKVF
NNVHGKLCNAVIDLIMRERNGEMINTRLISGVLDAFVDLGLQRDGRSCKCKITLELYQSCFEQKFIEETESYYINESGQY
LKDNSITEYMKKAEARLHEERKRVQDYLHERTLDPLLRSCERILIEKHLEIFHSDFVRLLNDEKNEDLGRMYKLLCHIAS
GLDKFKSLLEKHIKDHGRQSIEECGDAATNDPKAYVKAILSVYSKYHNLVVSSFDQNSGFMAALDKACGDFINCNAVTQT
SAQVSSKSPELLARYCDSLLKKSAKNPEEDELDSALDDVMIVFKYIEDKDVFQKFYARMLAKRLVNQNSASDNAESAMIS
KLKEACGYEYTSKLQRMFQDMELSKGLNEDFRKLPNETNSVDFSVQVLSSGAWPFSPSPEFTVPSELERSLQKFSGFYST
RHSGRKLNWLFQLSKGELVTNCFKNRYSLQVSTFQMAILLMYNRGDIFTVNELQQHTQLKMEILQQVLAILLKCKLLVCD
DLDNSGELKYNNRLELFLGYKNKKLRVNINVPLKTEQKVERESTHRNVEEDRKLLIQAAIVRIMKMRKVLQHQKLIAEVL
TQLSSRFKPNVPVIKRCIDILIEKDYLQRVEGNKDEYEYLA                                       
>Tadh_XP_002107600                                                              
MATGKSKKETKMRIRAFPMSMEEKYVDDIWQLLRNAIIEILNKNNSGLSFEELYRNAYTMVLHKHGDRLYTGCKDVIAEY
LRKVCQDLRNSVDNNFLTILNRAWTDHQTAMTMIRDILMYMDRVYVHGKSLDTIYNMGLILFRDLVARSGHIRDYLCKTL
LELVDKERQGEVVDRGAVKNACHMLINLSLGGRSVYEEDFEQPFLEQSAEFYQREGQKYLQENDSSTYIKKVEGRLNEEA
ERAAHYLDKSTEKRIVRVVEAELIEKHMKTVIEMENSGLVSMLRNAKMDDLARMYSMMNRVHGGVELMCDCMGVYLKSQG
KALVNDDDGKTGIAFIQSVIDLKDIYEQFLEKSFDNNRHFKQTINKEFESFLNINPRAPEYLSLYIDDKLKKGTKGLSDQ
EIELLLEKTMVLFRYLQDKDVFEKYYKQHLAKRLLLGKSSSNEMENSMIFKLKSECGCQFTSKLEGMFKDMSVSETVMEK
FKKHLDSSQTTINFDLNIRVLTAGFWPSQLSSNQCNIPTEISTCYDAFQSFYLGGHNGRKLVLQAQLGFADLHATFFGSK
KPDSVKLETRNHILQVSTFQMVILLLFNSKEKLSFEELKIATNIPDRDLIRALQSLACGKTSQRILTKNPKSKEIGPADE
FIVNDNFTSKLVRVKIQTAAIIRIMKARKQLHHSALVVETTELLTARFMPHPMVIKKRIESLIEREYLRRTDDRKMYSYV
A                                                                               
>Tadh_XP_002114958                                                              
RISELFDIIIDFPESKASLEELKLCMERNDLRKTIAYSLRNTFETRLLHPGANTNDILDQYISAIHSLRIIDPSGIILDV
ACYPIRKYLSSREDTIRCIISNLTSDTDGELAQQLARGNNSLTDSFNESDTDSDEDWSPDPVDAIARKGMTSGYHKKKDV
LSMLVTIYGSKQLFSSEYRNLLAHRLLTLFDFNTDKEIRYLELLKLKFGETNLSDCEVMLKDVKDSCRISDHIQSTMNKI
VQEEKDDSLMLNTLIISENFWPKFKEEKLKLPPKIEKTMTAFAKHFEKLKAMRGLHWKYHLGLVNIQIEIANHQKQFSVT
PLQASIIYLFQEKVQWTIEEISEELQVSSTILRRKISYWINQGLLKETPVDSYNLVEDRITPEDAITEDDETTTVTSAAD
QHEEEQELYWSYIVGMLTNFPAMELDRICSSLKLFIPSAGELSSRDLKMFLDKKVQEQKLTHNNGEYALVK         
>Tadh_XP_002114591                                                              
MYNDLTAVITKHLLSVSDKLKEVNDPLLHVQQFSYHLNQYKQALKAIVSLFHHLNRYYVTTVLHKDLSRELTKLFNQHIS
DNSQLFAALNALGKRSFAIGPENLSDIIQQLYALNPDYAKRAPEVFARFIPNVFGSTDESDIPALIQWTKELQEQFPLRG
VYPSANSHKRKMDSD                                                                 
>Mlei_ML148525a                                                                 
MDCQDDSTLNADVAWKQLVAYLSPPNVITPEIKSRCKELIEVLENFGYPVRRCIGSWFRVKFKHYFKSNVLPEVMTVLDV
YADYEAFEKITVLLGKGILKFLLSFYLVEETDSTFQKKDVYMDFTTILMEIEEVKKLFSMCCINFYKRGFDCYDNLAQDL
DCLPTEHSDELKNFDIINRYLCCLYLFEEVVYDAVLHVLNSQIRLFINDNFAGCSHDTSIIGPVMSWLNSSVITFIQFIT



QHQLVPPNMEIWKKRLKFFCYKTIATVRINDLFEIMVDYPESHAAVLDIKKCIGHVQCSTYLVKTVQDMFKERLLHPGAN
TEDIITQYSSAIKVLRFLDPSGAILEKVCSPLRSYLKNRDDTIRCILNSLMSEEENELTRELSSTTGTLFNSNEDSDLEN
DDWEKWKPQSKDMPTDLKSKASKSADIISTLCSIYGSASVFVKEYRSLIAEKLLTTSNYDVSLEMRSMELLKVGFGEDMS
QCQIMLQDVVDSKRTHANIINKVKQECPFEISTLIISHVFWPNLRKEEVNIYKPLQDYLSGEYQTAYSELKRSRTLEWNL
NLGFVELDLEYEGRTLSFTVSPVQATIILCFEKSEKCHADTISNTIGLSLSQTRKKLAFWVTNGVLKETSKDMYELEKEV
KETQQVVVEEMDSAMVKIEQVREEELEGFTNFVIGLINQSGQITVERVHKLLSLLLSDSPAGQLTPEEVKTFLEKKIRYF
KLTRDGYISYSVSKEDNNGTKGSIKIDKMILQLHKHSEVRFDIVTPTVTWYLRAHTPEDRDTWTGIIAKHRELLPQSREG
SVVMLTESSLQVVSDLNLKLDELNSFKDSLSQQLSEIRSTLNNESPKLKQKLATIQATVSGIVATSANCIEMFEEREQFW
QEQITAEREKSRKLEILYSATNRENSELIKITLR                                              
>Mlei_ML148526a                                                                 
MDCQDDSTLNADVAWKQLVAYLSPPNVITPEIKSRCKELIEVLENFGYPVRRCIGSWFRVKFKHYFKSNVLPEVMTVLDV
YADYEAFEKITVLLGKGILKFLLSFYLVEETDSTFQKKDVYMDFTTILMEIEEVKKLFSMCCINFYKRGFDCYDNLAQDL
DCLPTEHSDELKNFDIINRYLCCLYLFEEVVYDAVLHVLNSQIRLFINDNFAGCSHDTSIIGPVMSWLNSSVITFIQFIT
QHQLVPPNMEIWKKRLKFFCYKTIATVRINDLFEIMVDYPESHAAVLDIKKCIGHVQCSTYLVKTVQDMFKERLLHPGAN
TEDIITQYSSAIKVLRFLDPSGAILEKVCSPLRSYLKNRDDTIRCILNSLMSEEENELTRELSSTTGTLFNSNEDSDLEN
DDWEKWKPQSKDMPTDLKSKASKSADIISTLCSIYGSASVFVKEYRSLIAEKLLTTSNYDVSLEMRSMELLKVGFGEDMS
QCQIMLQDVVDSKRTHANIINKVKQECPFEISTLIISHVFWPNLRKEEVNIYKPLQDYLSGEYQTAYSELKRSRTLEWNL
NLGFVELDLEYEGRTLSFTVSPVQATIILCFEKSEKCHADTISNTIGLSLSQTRKKLAFWVTNGVLKETSKDMYELEKEV
KETQQVVVEEMDSAMVKIEQVREEELEGFTNFVIGLINQSGQITVERVHKLLSLLLSDSPAGQLTPEEVKTFLEKKIRYF
KLTRDGYISYSVSKEDNNGTKGSIKIDKMILQLHKHSEVRFDIVTPTVTWYLRAHTPEDRDTWTGIIAKHRELLPQSREG
SVVMLTESSLQCWVITQKFAVLL                                                         
>Mlei_ML20871a                                                                  
MMRRPKQAKFEESWKNIQNVTTAVMSESPVDRDEWCEQITSVYYLCMAMPTPLAESLYNNLKEYLINHVQSCREKVLEVT
DILPMYDSLYKTYSRGAGYLNDLYMHLNQHFTKRTIKNEWSDHYMHSIEKVKKFEKVQDLAMNIWREEMIEKVHEPLVSA
ILQDITRDRRGVSAYSNILRDVIHSFVEVQSHEDPQGSQLQLYKELFEERLLDNTGNFYQKEAQKLYEQNDVSNYMIKVI
EKLDEEELRLRKFIHHTSITPCKKECVNKLIADIQDRLLDEYKNMLKNEHVDDLSRLYILIRRLNEGCKKMADIFHDHIF
ENGKGSIELMARGCSPQEYVDALLVVYRKFTNIVSNYLSNDQNFTDALNRAMTKMVNSTGDTKKYPRSSELLVRHADHIL
KRVNCKNNSLSEIEDQLRNFIDLFKYVDDKDLFQRFYSKKLANRLIHNTSVSIELEEVAISGLKDRCGYEYTSPLQRMLI
DMKVSDDLTKEFDQHLENKNEKLNVVFSVNILQSGAWPFSANTGASEEQSDKNAPDFNVPSDLAVCIDKFKTFYNKKYSG
RRLRFVFPLSNGTVILSHTPRQYTITMSVHQLAVLLLFNDKITVPKADIASSLGLEKAELEKTLSSLVDSNLIKSESDGY
TINTEYANKRRIFRLPTSSVKDHTEKEVEQTHQSVEEDRRLYIQAAIVRTMKSRKQLGHNDLIQQVINLSKDRFTPSVGM
IKKCVEVLIDKQYLERHSNQKDVYQYLA                                                    
>Mlei_ML215419a                                                                 
MSMKPTSSKKESQSMRIAFEMNMDESYVQSMLDLLEDAIKTIQNKDNGGLSYEELYRNAYTLVLHKHGPRLYKLMKEVIE
EHLRGEVREIVHKSLYNNFLATLNTQWQDHKVSMQVIKDVFMYMDRVYVKNNKVDEVQDLGLKLFKELVS          
>Mlei_ML24227a                                                                  
MTHSFSSNPHGQRQRDLETFWSDLRQGIDQVYNKENINKQRYMQLYSCAYDYCANVSGDPNAKANDLPKPTKKPMKATNG
KQGARFIGHELYKKIKDYLEVYLEQCRAKIVEKDLQDEVLLDFYTKQWSDFRFSSKVLNGICQYLNRHWVKRKREEGNKK
IYEISDLAFVQWKEHMLTPLSNQVTRAVLKLIEKERNGEVVNTGLIKTAVESFVQLGLKGNAPEARLLVYSQNFEHHFLA
ETTSYYTSESMLFLQQNPVPEYLKKAQKRLKDEQERCDKYLNESTRSELEKRCTQVLVEQHLEIFYSEFQNLLDNDKNED
IGRMYELVYRLEPGLKHLKQLLEEHISRVGLKAVQSCQESKESVDPKSYVQALLDVHRKYNDLVNKSFDKNSLFVQALDK
ACTGFINKNCVSEAANNTGKSPELLAKYCNLLLKKSSRINPEEEELESILNDVMVIFKYITEKDVFQKFYRNLLASRLVN
DTSVSHDLEGSMISKLKQECGFEYTSKLQKMYTDTHTSKDLNDRFQEYCSSNPAPNDSLQGFSVMVLSDGSWPYSRPSSE
FNIAPELRVIHDKFSAFYDKQHSGRKLSWLYSQSKGEVEWSRGKPKTSHRFHCTTFQLSILFQFNHRDSLTFGELQTNTM
IEKDKLDQLVRQLVSFNVLALSKQPTNSETKESEIQLSDIVQLNLSYSNRKIRVNLALPLKSEAKQETEQAHQSVKDDRM
LVIQACIVRTMKSRKQLKHSLLLAEVMQQLQNFQPSVPAIKKCIGILIEKDYIERLNGENDTYQYRA             
>Mlei_ML27052a                                                                  
MIKVDVKSCGKQPLSTMSRGVQQINPSSSLRSKSLSSNKKVQPKKLVIKNFVAPVVTSTQLDELWTRLQHGLSDILQTGD
TRNKSSLLDDADNLCIHGDQMELYRKIEQEVKRHMECCSKEFALKQFPNNTAFLRELADIWGKHSKQTYLIRNIFNYLER
RYVMLSHKQLLPLWEMGAATFRRELMCVNNVSNKCVEGMLSLIEQERCGDDVDGGLLNEIVSMLRKLNMYSSDFEGPFLV
QTNEFYRVKGDIQLNDSSVSFQTFFFRKKKNSIRCRRMELSTNPQTNPDLNKTYVKDIYLRNSNFTQFELNLIISFSTST
CVIGTLSNVLSLSYFLSVRSKKLGDNLLVLLNILDLSASLSGSFYLVLWKFLEVDIVLEVFILTLYLVFVECTGFVTTLL
TVVRSIASHFPFYEPNRKLLAVSSVVFLIYTTLKGSVFVFYTHVNIEDKLLQIKLSNIGNIMLLTSLLASVTVVVMTNLF
VIKKLLTSGNGAASLQSSTRINRQTNRQINRHATVTIIILSIVFCFFNLLYALVLCNFVMGKETISPVFRNIVVSTAVPL
NSALNPFVYFCRKQEMRSFLWGLISCRLDGVRQRFAVRETVFTNTATSFNINCNSSKLACSAITKLNLQDYPNNSKQPAC
LAIEQNKDYHVTDSNRLACPTIESSVDVLVMEVDK                                             
>Mlei_ML44422a                                                                  
MELSLNKRSSSSNESMAKMDDEQTFKEAKEFELMVPVYLIYVTKCLADEERRLRHYLGSSSRKQLIKTVESNLIGSHVKS
LLEKGFDSMMDEKRYSDLQVLYTLLNRVSEGAYRMCFFLYTYIKNRGLEVVMNPEKDKTMVQELLEFKDTIDSIIKQSFN
KEDCVEVKKKAFEEFINMRPNKPAELIAKFIDSKLRSGNKEQTEEELEELLDKVMVLFRFIHGKDIFEAFYKKDLAKRLL
MSKSASIDSEKSMLGKLKRECGSQFTFKLEGMFKDMAVSKDLMLSYKERESEGGVDLSVTVLTTGYWPSYPADSVIIPAQ
ISGVLDKYKTYYLNKHSGRKLTWQHSLSFCTLKATFGDDSSSERKIDLRKELNVSVYQGLVLFLFNNSNRLSYSTIAEST



AIEEEELGRVLQSLACGKTRVLKKHPPGKDINKTDNFEFNADFRHKLFKFKINQIQTKETAEENVNTTEKVFQDRQYQID
AAVVRIMKARKTMQHSLLVSELYNQLKFPVKPVDIKKRIESLIERDYVERSKEDKNVYHYVA                  
>Ocar_g295_t1                                                                   
MTEPKSKKAKGELDSGGVFVIIGAQWGDEGKGKLVDQLASQADIVCRCQGGNNAGHTVVVGGTMFDFHLLPRHHRPFYVV
VFGMLQEVDGLLEQEKGKDSLGTTRKGIGPAYAAKAGRSGLRMCDLLGDFEDFASRFKMLAEGYQKRLNVDIEEELDNYK
ILADKVRPMVCDTVHYMNTALAENKKILVEGANATMLDIDFGEDDFIERTYPYVTSSHCSIGGVCTGLGIPPHSVSHVCG
VVKAYTTRAIGAXXXVVVKYSAVINGYTSLAVMKLDVLDTFEELKIGVGYKVNDKQLPSFPANQKVLRDVEVDYVSIPGW
KQSTKECRTYESLPGSAQAYIKKIEDIVGVKVAHVITLVLKMPRLKQKLKEALESLPKISKEDKFNPEGLLVPEGTLVVA
VKREVFLIPDELLRQRTFHGSQQVLVRWRQVTSGDQENGXXXXXASGSATSQTSTGAAANHYLIWMKRDEVSACCPHLLR
QQHQQKEGSTGGDDGGEKAGTNVEILDSEEMAEMENDVCSLVKRARRQISKGSQPVHLSNTLQVLSAYALVGSLAGVFRE
SGALDLIMELLWSKAPGIRKSAGSMLKALATHDTGSRAYVLLSLSNMGEDSLSDPTSRNMLMELFAETASKEEYGMSFEG
VTLPQASGNTLFSLMKKYLRVMSIVDNIEQHRKPSLPLKSRFQLSVATSQLIVELCNAMGWEKSQSRDQLVVRGSIFTPF
VQRSFDLKLKPKSKFKKKAEFPNKEAYGEYMKDSLESGMKVVMLEDYENVSAGDVGEFKKSNEGTPPAQFKWQEYGSTYW
VFWYMVEMLDNTADSTLGSDTVETDSVGKAAKLPYGLFERERPKNAVVRDHWWEVLGMLKMLPPANQEQICSKIEEMSGV
PSVSSLDEVIEADYNTHTISSLVEIARQSSSNHLLPVSTCFEDVQRAEQQPDSSESGEDPGHGGSSLSEDTEPTCNEGDN
AVVESLKPLNDLDSIKEFTSTVRENSSKPYVMFQAMKKLVQWAGSSTEVQMSNAPGDSVLELTQELMVSGSGVIRSCGCS
VLKAFGKKGDEMRINAATNGAIKTVLHCMGESSSSFGVQTEGLSTLKKLLGAQDQAGFDYKSSESAVLLRDVFQSVGGQD
AVFHAIREVCKYGVDHKSDDKSANAVADGLSTLHMLMSPSSTGPSTLIHSLLSSGVSDVALTCLKSYSDQLTVQQFGIQV
LHCVMQNFDVSKSKVQSPSPLQKEIFMATVSTVASFLSKFSDNSEAVELACTALADLVREERGMNAFLVEMFLEKSLLTT
FTQALEKNKTCVKAVQKGLKVLESILCVCASAGKKFAVAFNGGISLVLAVIEADLEVNVIELACQLLLTMTSDQDAAINM
AANGGKVILTNAKDKHSSEQKIRTSCDQLLSRLEGLDDQAGLHQKVLRGVLAGTIQLCISMIDEARSMNTFITGGIDTRV
HGIECEGFKASYWPFFKEIFTAHTLLHYFVEKDGRGFLAVAISPEAGRVGFSAAVQYEQLFADEFLPTPESRLMLGNACR
VSLIAPLVSALTARDFSEKGSIGQLIRQYMMSVSDDGSGVLNSVEISDEFVLLSRTRRMCRLLVDCDTGPQLDEGEGEEL
TKGKGLHPLSQCWKLLVKQQINAFLSRPLHGSNPHEIANSFCNLYEKLLKTMKELFGNHSQFAVALNEGLADAFKALNEI
KGIEICEALSLSVDSLLDVAGKDCVKFQNMTISDRELWFKRLAQPLNFLRNLDLAHIFEYFYRRHLARRLLRGRSVSLEL
EKKAFHEFDVSFRHKEMLEDIDESFAMMERFSDTQTEALDVALARGEETADELRRRAEKAFLYRQGSLVAYVLTPCYWSF
KKQSPLPHLSSLPDSLALFCQNYESFFTSDDICCLQQYEKARKLQWTLHGWAVMTYGGVELTVTTPQMIVLNAFNKNQTL
KYSSLSETTHFPDADLKQALIALTASRQRVLSVTNRGGSGSDADADDLAFSSNDIFEVNENFFDGLSDSNRVVRIRTVHL
IGDEPEIGRQNLAHVFERRKAIVDAAVIRLLKQEKSLTVDNVAMKVIKGCRDGQFANHKPFGAFECQYQDICMSVSRLID
NGYIKRDSDTSNLLHFIPDPSQPSAEDVCDSSLNNETAEEKSPSLSVEVPEEKKKQVAVLKRHSSRQKSMTGRQQSSGQA
SPSRGRAKKKTPALLRMYSSDVYAHDAPPISFRFASSTLSGEQRWLKEGKDFLIEAGLLVKEPIEASKDSSVTCPVCTEE
VAEGDWLALVCGHAICRSCWEGHISFQLEVNQVLSSTCPVPQCTAQLHPQFILLALGKEAATFQKYEQAVIRSYVEESKK
LTWCRNPQGCDQILVHSGIADIATCSKCDWTSCFSCTFGEGHFPASCEQISLWVDEGGFYEGMDEEAKSKQLARVISKKC
PKCNAPIEKSDGCLHMTCKCGHDFCWRCMKPWRPSHCDYYRCSAQVSSLAKSGKRFVDFNQQCASHHSAKVFASGLGKRV
ANVTESVPLKILTFVVDACRLLQRCRKVLSYSCIYIYYVKENELSHYLNVLADNLETETDALQALLENTIIRVSDIGSCL
KSMQDQQITQGQQIIAKIQGIIDETLIGSMQQYQLGESPKRKDRVKDKGSGNKGMDGSSKSDDGSSSTSDDNSAPDDDDN
VDDDDDEDEDEDEDEDEDDDNDDEDNDDDDDDDDDDIYSDENDYDDYDED                              
>Ocar_g915_t1                                                                   
MIYCNIIVGVHYDVALRYVICFFMRRLLHPGACTTDILTHYVSTIKSLKLLDPTGVVLEQAGEPVREYLRLREDTVRRIV
FNLIDTSSGELSGELMQNEPVLIEESDGSDYEDAENWMPDPVDADPSTSKSRKSSDIMSLLVNIYGSKELFIVEYQSLLA
DRILASLDYSTEKELPLDVNCLVLSGEFWPALKEEKFKLPETVEKALDVYGSAFSLHKANRKLEWKEKFGLVDLELELAD
RKLECKVTSAQATVVMAFQEKAFERKESTVVFVDHWSVEELNKKMHMAPALLKKRLGFWINRGVLKKEPDGTYSVIEVEE
GGENRVKRSKTLSFPSTLYSL                                                           
>Ocar_g2394_t1                                                                  
MMRVEEHLPKQAHVLKFYQEVFESPLLTETGDYYKFIAFQLLAECNCSEYMQKVVKILDDEKLRVQKFFHHSSHSKVIRE
TESRLVEDHLEFLQGECRTMVKDGKYEDLSRMYQILKPIHNGLQVILTELESHIRETGNIGYCQVIAKSNASLIGLGMIR
AVPSEKNPGEYVEALLALHGKFAEVVTQTFHNDKVFVAAMDRGCGSVVNHTENPRIPSKSAELLARYCDSLLKKGTKNAL
DQEIDESLAKVIIVFKYVEDKDIFQKFYSKMLAKRLIHGLSVSSEAEENMISRLKQMCGFEYTNKLHRMFTDMSLSDDLN
GSFGDFMKDKTQLGLSFSVQILQSGAWPLGQSAGSPFAIPEELLRSISSVSGIKHTDLQEATQLSDKEISRTLKSLVDVK
LLTPQEEVPSNGDKSYSLNQQFVNKRTKLKITAAVQRETPQEVAQTHTAIDEDRRLYLQAAIVRVMKSRKVLKHNLLIQE
VISQAQSRFSPSISSIKKSIESLIEKQYLERKEDSKDEYNYLA                                     
>Ocar_g6319_t1                                                                  
MKSTFSCPTTPIGCPRINLIRTRETIDVMAVPSGSQNPHGMKMTNLSEIWTDLESGIRQIFNRSNMSKKRYMELYTHVYN
YCTSVHSSASGVQGVTKVAKSKKSHQGGAQFVGLELYKKLRDWLKEYLAKLRKDGGDMLGESVLAFYTKRWEEYRFSSRV
LDGVCQYINRHWVKRECDEGRKEIFEIYNLALVTWKDQLFTPLHQQVTNAVLKLIERERNGDAINTRLITGVIQCY    
>Ocar_g7057_t1                                                                  
MTSTLLNAVARERHGEVADRASVKTACQMLMLLGVSSTNPRQVLEEELISVHMQTVVEMENSGVVFMLKNKRVEDLACMF
KLFGHVMGGLQVMVNCMSKHLREVGLALVNEDESEAAIGGRNAVTFIQ                                
>Ocar_g7353_t1                                                                  
MLSDSGRTFEERWEKGAMKPSTKRLLLQQSVTKKEWQDLFWEVHGVTSWDERGSQKIYESLKSMIQDFVKDRVMANQDDS
ALLKAYIGEWGRFFAQSQYLPKPYTNVNIDPSRSTLTGPIAGGSASKDKEKPGGDVLIEKLMLDQWNEGIFSAIKERLQA
SAMKIVYCERQGEAFDTQLVIGVRQSYVNLCSVEEDKLQIYRENFETAYLDTTETFYRSKASGLLAERGIRAYMAFALEK



MKEEDQRAQRYLETSKYSQSAQLLHKRCVEILINEYKDQILAECPKMIAASENESKDICERGHQLVMMIYVGLYQMFMLM
MELPNGIEPMMGFLEAHIVRDGLADMEACAGTITSDPEKYVEKLLELFGRYSLVVKDAFRDDSHFLTARDKAYKTVVNDV
SVFKLELSTKPKGASKAHPESKCPELLANYCDLLLRKTSTSKRLTSDEIEGKLKDVLLVLKYVQNKDVFMRYHKAHLSRR
LVLNTSADSEKEENMVEWFREVGMPAEYVNKLARMFQDIKVSEDLNQVFQESLRGQGKSVADTVGIKILNAGAWSRSADR
VALEDFVPEVEEFYRAKHSGRKLQWHHHMSNGLVTFSNDVGKYDLEITTYQMAILFSWNKRPGEKLSLEDLKLSTELPGG
ELRRTLWSLTAFPRIKHQVLLCQPEVKSPKDFNDDSLFSINQGFVVVRNGKVQKRGKVNLIGRLQLSTESSQKEDNEAIV
ALRVLRVQEAIVKIMKMRKRITNAALQTELVEMLKNMFLPQKKMIKEQIEWLIEHKYMKRDESDINTWLISPTHRIDDVN
PRPHLHPLTSRYVIIPFITKMPLAKSNPWMDMKHQNGHEEEVSFLIHNKVSKRASLLFPKGLATDEVSNEHMEDEPCSEI
ELTESVTKSIRKKADPKQFELLNVLGQGSFGKVFLVRKVVGTDTGHLYAMKVLKKATLKVRDRARTKMERDILVAVQHPF
IVDIHYAFQTEGKLYIVLEFLRGGDLFTRLSKEVMFTEDDVKLYLAELALALDHLHGFGIIYRDLKPENILLDGEGHIKL
TDFGLSKEGMEMDSEEKKTHSFCGTVEYMAPEVVNRRGHGTTADWWSYGVLMYEMLTGSLPFQGANRKETMTMILKAKLG
MPQFLSGDAQGLLRALFKRNPQNRLGHGTNGIEAMKRHAFFGSIDWKKLLARQIKPPFKPISREDTHYFDREFTQRTPRD
SPGAPVSAKSHQLFRGFSFVAPSVIEEEPEETASSSGVSSDIIGTGSFSVCKRAIHRPTRKEYAVKIIDKAKSDPEEEIE
ILLRFGIHSNIISLKDVYDDGKNVYLVSEIMRGGELLDHILLQKYLSEKEAATIVNTVALTLEYLHSHGVVHRDLKPSNL
LYPDARHAPESLVIADFGFAKQIRAENGLLMTPLYTANFVAPEVLKKQGYDAAADIWGLGVLLYSMLVGQTPFPHGVGDN
PQQILQRIGEGNFSTGGNWKVLSSPAKDLIGQMLHVDPHRRPTASQVVHNTWIVNRDALPDKKLSVQDQAMKGHLETMFA
ALNAPQGAEKLEPVNKSLLAKRRQERTASMESGTAL                                            
>Ocar_g10935_t1                                                                 
MENDCHCQYWEIRLLLFFYAPRKHCFTSCVSLLVCELVELGFDEDEPNSKGPTLKVYKPYFEEEFLADTERYYTAESTRF
LQENPVTEYLKQAESRLTEEHRRVTLFLHESSQDELARKCEEVLIQKHMELFQTEFQSLLSDYKVEDLGRMYALCSRIPD
GLAKLRELLETHIYQQGIAAIERCEEAAVNDPRIYVQTILDSHKKYCALVLTSFENDTGFVTALDKACGKFVNTNSVTRS
AQGSSKSPELLARFCDALLKKSSKSPEEAELDDSLNQVMVVFKYIEDKDVFQKFYAKMLAKRLVQQNSASEDSEESMISK
LKQMCGFEYTSKLQRMFQDIGVSKSLNDRFKAHLQKTEPLEVDFSIQVLSSGSWPFQQSIPIALPVEVGTSL        
>Aque_XP_003391090                                                              
MDQWSEDRVYVQGNEKLNVYDLGLVLYKDEVLHHHSIREHMKNLLLELVDKERKGEIVDRGAIQSTCKMLMCLSLSSSKR
DVYEEDFERPFLQMSREFYKAESQKLLAENSAPVYLRKVEARLVEELERTHHYLDPSTESRITKVVEDELIKEHMSTIVD
MENSGVIHMLKNIRVE                                                                
>Aque_XP_003390027                                                              
MSGKKDGKMRIRAFPVQMDPSYVEDILKLLRNAIREIQKKNNSGLSFEELYRNAYTLVLHKQGARLYTMLREVINSHLIN
EVRVDVEDSLEGLFLETMNRVWSEHQTAMVMIRDILMYMDRVYVQGNEKLNVYDLGLVLYKDEVLHHHSIREHMKNLLLE
LVDKERKGEIVDRGAIQSTCKMLMCLSLSSSKRDVYEEDFERPFLQMSREFYKAESQKLLAENSAPVYLRKVEARLVEEL
ERTHHYLDPSTESRITKVVEDELIKEHMSTIVDMENSGVIHMLKNIRVEDLGCVYKLFSRVEQGLQSVIDRMSMFLRETG
RGLVSVETSSDSTPGKNATVYIQSLLDLRDQYNVYLEKSFNNDPTFRQAIGVDFEYFINLNDKSPEYLSLFIDELLKRGV
KGYSEVEVEGILDKCIMLFRYLQDKDVFERYYKQHLAKRLLFNKTISDDFEKSMISKLKHECGGHFTSKLEGMFKDISLS
TSTMDKFRDFLQTSSNGLGGVDLHVRVLTTGFWPTATTNSPCILPQIVADAFAVFQKFYLSQYSGRQLTLQPHLGFADLH
AVFYPHNKNEASSGHAVVKKHILQVSTYQMTLLLLFNKKPVFTFQELVLETNIPHKELVRGLQSLSVGRASQKVLHWLNK
EPNSSSKDFSDGDQFAVNDQFTSKLVRVKIQAISAKGETEPERKETRQKVDDDRKHEIEAAIVRIMKARKRLPHNSLVAE
CVEQLKNRFPPNAMIIKRRIESLIERDYLSRSPDDRKVYIYMP                                     
>Aque_XP_003385969                                                              
MSVARTPNLHSSKPVNLSDIWDDLEKGIFHVYSWQSMQKKRYMELYTHVYNYCTSIHQPTSSASIVKRRKTQTPSGAQFV
GIELYSKLKDFLTNHLETIKPAGEGLSGEQVLIFYTEAWEGYQFSSRVLNGICHYLNRHWVKREHDEGKKDVHEIYSLSL
LSWKKCIFQSLSKAVTNAVLELIERERNGETINTRLISGVVDCYVELGIRPDSTQSKGQQLDVYKEYFEAEFLTHTERYY
ISESAHFLENNPVTEYLKKVETRLLEEQKRVHTFLHESTQDELASKCEHVLIEKYLEMFHSVFNSLLSQEKNEDLARMYM
LVSRVSNGLAQLKELFELHVYSQGMASIEKCRDTAQNDPKVYVSALLNTHTKYSNLVKESFAGDSGFMTALDKACGRFVN
VNAVTTACNSSSKSPELLARHCDALLKKSAKNPDEAELDEALQNVMILFRYVEDKDVFQKFYSKMLAKRLVQQISASDDA
EASMISKLKQACGFEYTSKLQRMFQDMSLSKDLNDKFRQHLSAGDSALDSVDFSIMVLSSGAWPFTQGPSFSLPLELQRS
YSRFITFYTSQHNGRKLSWLYQLSRGELVTSCFKSRYTLQTSTYQMAVLLQYNTSESHTFGHLLESTQLKEDTLVQVVAM
LLKAKLLVSMNFSCDDQNITTESVINLFLGYKNKKLRVNINVPVKSEQKQEHEITHKNVEEDRKLLIQAAIVRIMKTRKE
LKHQQLLAEVLHQLSSRFKPKVPVIKKCVDILIEKEYLERVDGQKDTYRYLA                            
>Aque_XP_003385040                                                              
MEALSVEFLKEHLKVSLQDKLLPQFWSHFDDNKSNYASLQEVSEAVSDLTNSISFNNVIEEMKGLYPLQIISGLLVHIYG
GQDLFVNEYRTLLSDRLLLSLDYDVTRELRNLELLKLRFGESNLHYCEVMIKDITDSRRVNGLINNKLSIKKQQQGDGDD
HENDVIINSFILSHIFWPSFRIETMKLPAFIQKKLDDYNKSFQEIKGMRELKWCHDLGQVQLELEVNDQILNFQVSPSRA
SVIWQFQNKSVWSVEDLSTELESTPSVIRRHLLYWAGQGVLCEEKEGEVFKIFEKEGMDDTYHEGGVFEEESAMSSMKSQ
KENDLEVVWSYVTAMLTNLGPMSLDKIHNMLSMFMLSGPGGGGGAGQSSCTVAELKACLDKKVKGQELMCTGGVYQLCKN
N                                                                               
>Aque_XP_003384071                                                              
MASVGTSSALLRGNGSSNFTDQWPKMQPIVVKLLKQQEITRQEWQDLFWDVHTVCSWDEKAPAKIQKALEEVILEFTREI
QTSVSQHKEESALLKAYIKEWTKFFTQCQYLPLPFQSIEVENSANKANKKRQEGNKVQVLMLQTWNRSIFADVRSQLLSA
AMSFLYKERSGEAYDAQLVIGVRESFVNLCTDTSNKLQIYLEYFEKSYLEATKEFYTSSSSQYLSENGVQNYMRYASDKI
SEEQRRATRYLETSKDSQSVKLVMTELDRILIKTHSDVILEECPKLISANEVEKLMVMYRLMDRIANGVDPMLKCLESHI
VNTGLSDMKAHAEVITTDSEKYIEELLKLFKLFSELVKDAFGDDSRFLTSRDIAYKKVVNDVSVFKLELGTKGKVSGASK



THPESKCPELLANYCDLLLRKTPLSKKLTSEEIDEKLRSVLLVLKYVQNKDVFMRYHKTHLTRRLILETSADSEKEENMV
EWLRDVGMPAEYVNKLARMFQDIKVSDDLNTEFKDKNKGSDTADLVNIKVLNAGAWSRSSERVPVSLPTELEDFIPEVEE
FYRKKHNGRKLTWHHIMSNGSITFQNQVGKYELEVTTFQMAVLFAWNQRPEDKISFESLRLATELPDPELRRTLWSLVAF
PKMKRQVLLAEPEVASFKEFCDLTMFYVNQEFGLVKQGKLQKRGKINLIGRLQLTTEKTKEEDNEGIVQLRILRTQEAIV
KIMKMRKRLTNAALQTELVEILKNMFIPPKKMIKEQIEWLIENKYMKRDEDNLSTFIYLA                    
>Aque_XP_003383186                                                              
MSLRPGVVDFDEKWKDLSATISAVVELRPVKRLTWNNNISDIYALCAALPKSFAEKLYESTRSLLEDSVTALAEVLWVGG
AAWVHLNKYRPQDSLDYNVPGIILPPTSPVDPNAPVEIRNMSLKVWRTRMIDVIEEKLISAVINEVVKEGNQSDLGMAHD
VLQSFIEVTEYDKERPYEYYQRVFEDVFLSEISSIYRKLASQLVTDLSYPQYIKEAVSLLQIAKIRGEKFLHQSSIIKFV
RECEMKLVTDQLQYLLSYVPQMMRSEQFENLSNLFILLSRIPKTLETLIKEFKEKVTNDGLVCIKAFMSSKQSVEALEFM
TIILNVYSKYKDIVFDVFGGNKSFLNALNEGCRGFVNYSEGHQQHCQSPRLLARYTDQLLKKGTKGITDTELEEKLDDTI
TVFNFIEDKDTFQKFYSRMLSRRLVYGFYVSMEAEENMVQKLKHVCGYEYTARLQRMLMDITLSQNLVTEFHEKLKSDKE
KETISFSTLVLQSGAWQLSQSPCPSIVLPQELLTSLIKFEGFYSSRHCGRHLSWLHHLATGELKLQYLKRSYFVTMTTYQ
IIILLLFETKESLDLQTMSSWTQIEEKELKPTVQSLVDAKILISTGQELLLNFNYSNKRTKFKISGQLQRETTQDIEQTH
QMVLEDRKMFIQAALVRVMKHRKILKHNQLIEEVILLIKHRFYPNISLIKKCIEALIDKQYIERDAESRDTYHYIA    
>Mbre_XP_001750850                                                              
MPSQTIEECWEGLLPVVNVIFQSSNNTVNLNHKRYMEAYAAVYNFCTTNRPPSSNSHRDPSHIVGHDMYRKVADYLEQRC
ISLRKELEAYEGVELLEKHRQFWEDFLFSRRVLNNIFMYINRHCVARALENPDHKKNKMFELDRLALLKWREHLFKACEP
KLIRAMLDMVERDRNGEAVSTNLLRSAVDCLCSLQAEAMVALRPTSNAASRTSSVDTRQHEQQRLEVYANSFQQPFLDAT
LKYYKQESEQFLAENSISDYLKLVTKRVQQEEQRVQQYLHASTNEPLAEACNDALIRHQIPLFNGEIDTYLQQERNEAGL
TSCAHALIRVIDLHHLYVLLCRLPDGVNVLLEKLEAHIIAKGREAIDALGKISMSGEDSKKYVEALLQVYEQFNALVRNA
FNDNPRFIESRDKGCRTFVNSNSVTQATKLARSPELLAKYCDSLLKNSSKHPENVLENLLSELMVIFNYLDDKDVFEQFY
KKMLANRLIQDKSASDDAEASMLSKLKDACGGEYTNKLQRMFQDMATNKQTNAKFKEHLDQSGHIMVKIHGEEKPLDFNV
RVLTTTTWPFASKLKMVIPTILDNCIKRYELFYAQAHTGRKLDWVYHLCKGEILMLYTKKERVLEANTVQISLLLAFNEG
DSFTMENFMNQTELQMDIIQPQLDLLTKAKILLLEDGRYSLNFKYNYKKLRVKIDQPVRSEQKADTESTHKAAEEDRKFI
IQACIVRIMKTRKHMKHQQLMQETLEQLSRRFKPKVSAIKRNIESLIEAEYLRRREGEREVYEYLA              
>Mbre_XP_001749209                                                              
MAAGWQEVAQALTAAVTPVSSNEDATVIETWALKLAQLLDPWPATQMIHVIRLIAYKMQMALLHHATAVQIQNLLHADPT
NVAAALPPFDAFLQQLHAWHTFAQSLAGALTNLDTRHQLQSALMQALETTLDTVTLQRKHDLLTRLYAHDLAQCLSALAP
SSCSDDDDDDDDEEDDDGDSRDDGPPRLSGADDTARRASLTAALQSHLYTALPVATRRQTALPALHTALSSVVATRIARF
KGDFETNVLANVDKLIKGLVPYFETTLDCSLDVRSIQRHVYHVLGRQRIAELFDIIVDYPDSIPAIRNLRTCLEQCDLRD
ALVHQLSAAIQKRLLHVGAQTADIISQYISTVHVLNFLDASGGILNRVGPLIRDYLQKRTDTVKNVIEAITDENTAEPDA
LRDEQTVVQWLPEPWDGVSPMSKLDQVQQLMNDPIQLLISIYGDPETLLSQYRNVLAKRLLESRSFATTESVQNGSTHAH
HACHSTQPPDPTTHARARPRAPARARVDSETRLLETLKVRFGEDALVNCDILIKDVNESRRVHQSFSQQPVPETPAAPLS
KDQVNVLVLSRLYWPGLQTSTVNFRLPDGLEQYLEEYKTSYSRLKAGRHLELRPNEGTVELQLEAGGKQLDLVVSPLAAC
IINLFEQQPEWSLQALAKKLECTGPVVRSKLAYWVGLGLVRETQPDKFLLDEDHFAHHHASSITQRFDMLIRNLGLVLDL
WLLIGARAAGGDGHHETHEEAAAVGDGADDPLESPQAIVVLRFVEGMLRNAASLPLERIHVMLSMFMQGDQAFNGDVKVR
G                                                                               
>Mbre_XP_001748477                                                              
MKTGKLLSLSQTLSLSLKLSLSLSLKLSLSQTLSNSLSLKLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSFSLILSHSLS
FSLSPFIVIVGGEGVYGGNRVCRRNMEVLGSEESASSEVLECDGFILPDFIDEQCFRSFCWPHLSTIFAHALTLNIGQPY
IVPLRQADIYGGVYRCVTCGHAGLLHDNVSQLLREHCQMVYEELAAQCSSDCQTFLRRFRFRLRQFAQGAILIRPLVAYM
ERTYLEAELETDWITETETIFRTMVLDRDPIHDTLFEYLEVAFENDLLLDPSDMECMAERLFRINPHYRDLLPNFFDRYV
AQGYSPSCTTELTLKPTFLTQEQYEQLKLANPAILQHLPQPAAQPQTLKTTILNTSSAPTIPGTKLRLP           
>Mbre_XP_001745691                                                              
MAKRVVIKPYKAVSANNEFSERNWSLLQDAMLSIERRQSSSLSFEQLYRTVYNLCLGHHEAEVYKRLNQAFAAMCLRYRA
AAETGLDSQTTLECLVGAYRDYFLVVNTVKDIFLYLDNTYCKPKHFPIVFQMALAVFRAEVVLHDMLNRQLRHEVRHLLA
RDREGNHTNRTLLRSCAVMLVSLGPTDDSWSLFHKHMARIHEDECESYYARHGTEYLDHHSVKEYVAYAHARVREEIERT
EECLDASLCPSITKLLRPLPEIQKLQEAIAAKFESDVLALGSSATDDKASAVKLIEQLVGLHEKSTIALRDAFHQDRDFA
FSMATGFERGINKIKNAAESLCQYIDDIHRRGTKELTDGEMESRLDHAVAIFRHLEEKDVFDKYYKLYLGKRLLLHKSAS
DDAERHFIARLKAECGRSWTAKMEGMFHDIEVSKTLAEDFRRACSKDKNPLSYDFDASILTFGHWPATSPSVTCILPDAM
RQATQRFEAHYHARHNGRKLIWQPTLGHGELKTTYLAKRQHVLQVTTQCMMVLLNFNGHLAVDALSYGALLEATQLPEKD
LQRTLQSLACGKHVLLTKSSSGKTIHSDDNFKLNHRFSSKAVRVKVQQVAARNEEREVTEKKVQGERRLEIEACLVRIMK
ARRQLGHNELQIETIKQLAPRFKAQPAQIKRRVEDLIEREFLERDPDDRTVYRYLA                        
>Mbre_XP_001745467                                                              
MKVWRETIYMPMSKQIIHACMIELEQHRETGNVELFNVQATLRSLTDMCTDRKNSEQHQLYIDEFETPWIKNTDDHYKAL
GLRLLEGEDRSAYLVRVTEILEQEEQRLRSAVPTISHEKILAVCHRCLISNHQAQLETQFQVSLERDNRKDLSACYKLLL
RADCLDGITNLFQARMTAVGMQDVQALGCSAATPPNPTDFIARVVDLHAKGRELTNDCFQSSSKFSESLDRSCATIVNTS
LPKRLSPAELLARGCDLALRKTKGAVEEELDSRLEDIMLIFSFLQDKDVFLKFFTKAFAKRLIHGTSVSEAMEANMIGRL
KAECGFEYTLKLQRMHQDVQVSTDFLRNFRQSNMGRTLPFSFEALILRTNAWPFGSNPPAILLPPPLSDAIYKFEQFYTH
AHSGRKLNWLYHVSTGDIKAKLPKGVYELSATTFQMCTLLAFNTQESFSSKDIQNRLGMSKKDADRVLQSLITCRLLIGP
ETNDKAADLADDEPLTLNLRFKNKKRKLKISTPLTKETQSETAQTHKAVDEDRRMVLEAIIVRIMKTRKALKYNELVQVW



TLAPSDMLHSSNKSTLMTS                                                             
>Mbre_XP_001743977                                                              
LQDEEWTTLRDAVQAIYAKQAINQTLQSLTLLVERLHHKRQSPEVYKRLKTLMRDHLIGEQPRLRQAVAVDSHDVANLFR
LTWEDHIQAMMMIQSIFVTLDRLYAQKTRGIDLLWLVGIQLFKEHILQEDKNLDRVTRAILDEIQKERTGQLANAQLRPL
CQMLIATKLYRVLETGLLSATQSFYRHDGIERIARDPLDQYIVHVTSRLREEEERARFMLAVATRRPLLALIEQTLLLEP
LDLVLGEGFFTLLEADDYKHLNMLFVLIERVERQTQFQSALSKYVELKGAEIVGNPDNDKEMVDNLLAFFDKMHRILAQA
CGNDADTDQAIEMSFERFINKRQNKPAEMVAKFMDAKLRAGYKDSTEEEFEASMNKVLHIFRFINGKDVFEAFYKSHLAR
RLLHDKSASTDLERAMLSKLKQECGASFTANLEGMFKDVTISQQLDAEFQNFRRDTVSDSPLELHVQVLTQSYWPAYAKL
PLNLPQKMIQAQELFQQFYCQKHSSRQLSWQTSQGDCLVKAGFKKGNKELQLSLSQALMLLCFNDAAELSVKEIADLTNL
EGKELHRTVLSMTLGKVRVLEKNTKTKEVAPEDRISINEKFSNQRKRIKINQIQLKETAEEQEATSKKVFKDRIYTIDAA
IVRIMKTRKTLRHQLLMSGVLEQLKFPVKPVDIKKRIESLIDRDYLERSADDAGVYNYLA                    
>Sros_PTSG_01885                                                                
MMQAALALVGQVFGVAEPLRFGVVGGSEGERKEHEVRLAQLREAVDTALSQKPAAKRLLVQFASHHIQQSLVKSLDVSRL
VVLGLDSNDTDTAGIDAALFQERERACQSFTACVTRHIQSLQSAFANHRAVADEAMETALLRVQAGLSLLFPVSTYKDLQ
AVHVHILWETEKEGGSGSDDEDEDDDDEREGGDAVSKALRSVPTPTLNAYLQAVHALLAACRLDAVITLPVLKAVAITVI
NRKVQQRCAEEYEDEMLPDLLAWHDAVIQPFFAAFAPPSATNNTAHVQREMRLEVYKALGTLRVAELFDIIIEYPSSLPA
IRDIKKWCVALLKRLLHPGPQTSDIINQYISTVKTLRTLDPSGVLLELVCSPVREYLKRRPDTVRCIVELLIAEDADDFD
GGRVGGDGAAEDWLPDPIDAYLDQNESLRKDSVLDLLTSIYGSKELLVEEYAHMLAENMLQCKGFDIDEEIRTTEVLRAR
FGEEYLRKCAVMIKDFANSRRLHTAFERAPPYESSPPYQFSSRSDSPLHWPFTAENVRVFVLSRLFWPGLKTDNLDLPKD
LETHLQYYMQKFKGQTQMQTLEFRPTMGTVDLTVELETRTLELRVPPVAAAALLKFEEQSRWDLDDLAAALNAPPAIVMD
GLRALMGHGVVVQVSRGVFEVDESGSLQQGAKM*                                              
>Sros_PTSG_04332                                                                
MAATIDIRQTWAVLSLGLDKILNADLRASSNSGTIKALEKTDYIELYHEVFGYCTKSSSGSRPLGAMQAGARSQSADKIY
GKDIYDKLKDFLIEHNKKKLSALSQLRGEELLNTYRHEWGLYDFTRTIIDNIFSYLNKHCVPRAIEADMPGYFDIYTLTV
FVWREYLFKPLHEKLVESALEMVRQDRNGVQIRTSALKAFTASLVAMGLDDKENVQGLVGRVEFKPKVNLDVYEQYFERP
YLAETRAFYQKESISFADAGSLADFVKKALVRVEEEEDRVHQFMHESTGIKVAEECNKVLVVMHQDALNNEASVLLETEK
DEADLKRLYTLLRRVPETLKPLRDQVEKHIAQHARSAIDACGKLGASSEDARKFVETLLQVHEKYLKQINLAFENDTLFV
EAMDKALKDVVNRNAVTANGRNSTRSPELLAKYCDSLLKRGSKVEGEQLERRLAQVMTIFNYLEDRDVFEKFYKKFLAKR
LVTGGSASDDAEAMFLSKLKAASGHEYTHKLQRMFNDIGTSRELNTKFKNHLRVSGTSLKVDFYVQVLTSHSWPFTAQLN
VTLPPVLGRCLERFSMFYQNEHQGRKLMWAYQLCKGELLTHYLKKPFVFQANLIQMAVLLLFNQQLSMSRSQILEATGVD
EKSLKPQLDNLRKMKIFKEENEVMTLNEKYSYKKLKIKIDQPVKSEQKEESETTHKMAMEDRKLVMEACIVRIMKMRKRL
SHTSLVQEVIEQLQSRFKPDVGMIKKSIESLIDKEYLRRGQVRTEYEYLA*                             
>Sros_PTSG_08035                                                                
MFRGKYEPYAEPALATIRGLLCAGEEGDSMKRVGVVAVAIASQMSHLHEHRRLSQALTSPPPTQQPTPHRHQQPAQRQPS
RAPARPTPRAATTPARPAEPVPSTSTISGGAGDIDDSLVLRRAIDQAAATWHLTRDEEALLQDGSVYVDKSKWQFLFQDV
HTLCVGPHAPSLYLDVAATFAAKATVIRTELARSAEDGFLLRYREAFSKYRDAITYIDMACKFINDNLLHQDRAKKQTRL
SSWNRVHDLGMKMWRERVYSPLKDILLTDAFKEVANARKGLSTSEHTLAGVLQSMLDMCSDLDQPATVYTCDFEQPFLAT
TRQQFMEESRAFLQDHGARDYLKWASAQLDSELLRSRVVLRPLSQPKLLDTCADALVRDHLDTFTTHAKAMLEEEQEEDL
GRLYDLLTRTGDVQMLTSEYTQHVTATGTARMDQLKQARNLTAPTYFDAMCSLHTKFITMARDVFRGDPLFLAALDRACT
LVANFDTAKAPEYLAKVCDQTLKRSSKSAITEEDMDTRLKQIITIFSFLQDKDVFQKFYSRHLARRLIQQTSVSEEAEQD
MIGQLKAMCGFEFTSKLQRMFTDVTISGHLETEFKSAAASSDEPLPTNMHVLVLQTGAWPLSSSSDVVLRLPPALASCAQ
RFEQFYQAKHTGRKLTWLYSYSTAEMKARLAKVYDFTTTAYQMAVLLHFNHATEATVGTLQEQTQLADTTLARTLSSLVA
AHVLKPQQEGQSLAQPDAADVFKLNTRYNNKRTRVRISAAFQKETAAVDRQHTRKAVDADRHLFLKATGVRVMKMRKTLH
YNDLVQEIIEMSKSRFKPPIPAIKKCIEEMIDEQYIRREDGNRAMLSYIA*                             
>Sros_PTSG_09501                                                                
MQKIGSIKPYRRKAAVNDSVDTLWSKLDNAITLIQEHRESKLSFEELYRTAYQMCVQSHDQELVKRVTNKLKARANKLRQ
GIEECIGIDRVAFLKKLSSAYSMYCLGVIKMSDILMYLDKQYRARRNLPTIFTIAMGVFESEVVMAANLNSELQDALLVL
LDEDREGKAIERSVVKACTSMLVQLGADTSDEELHVYNTNIGKRYLDRIDNYYRNASQRLLEQNTCSWYVSYTVRHLQEE
EDRCDHCLHEETKEAALKLLRRRLLEDHIAEILRLPQGLTHMIDNKRDKDLRALLTVYAGTTVGIATAAAAVREHVVASG
RAAIDSHQSQSRPAVPIMQAILDLRKRFDGVVSVASFDPAVHAAIRRDVTQGFEDFVNELEQAPEYLSLFIDEQLKRGIK
ALSDSEVEALFDLTTKIFRAITDKDVFERFYKQHFARRLLLNKSASIDAEQSFLQRLQVECGSSYTKKLAAMFRDCTLKD
NMMERFREAVKMNEKRPMFDFSVNVLTLGSWPFTQQPPACVLPPQLMQACDVFEQWYHSFHTGRKLTWDFALGQAEIVGV
FQNGKKKHIFQVTTLQMIVLLQFRKGVALSTEALQSSTQLSLVRLHRILQCLASSKVRLLKKSPPTKTIAETDAFSVNEK
FSSRMVKIRIPQLVSKEATAAEAKDTMKKVTEDRKHEVEACIVRVLKNRKQLHYNDIVVEVTQQLAKRFQPPPLLIKKRL
EALIDREFVERDDKDRTLYRYLA*                                                        
>Sros_PTSG_11740                                                                
MGDGGWSLSGRLPAPQLHDIERQLSCGRAVQAYANAKVGQWLIRIGDGIVTRNHVHNNAAGRPTDIIGQVVRIFTIAGSS
VPFVTYIRLVRPSEAKIRSTDYAEDELLFPGRVGYSASRLDEIKARCALTTATDYQQYQAHRAWAARLTHSPLPPPSMAT
FFVRYVDESPGDIPVGAGRRLVWQGHAPKDKYLDLSSPIHMMAFEGDVAGLNRLLRKGVSPLARDCNNHTVLHYACWTGH
LRTITALLGRLGQGVAARTETVAVVKECEALCQSLGFVTAHRVISRFRARLVAAASTKRATRIRVDVSEHDLLRFASLSE
LSHTHAGAVGERAAKLAHGSGNSNDNSSNGATCAADDEDSAFSTFINKRSNKPAELIAGYLDSFLRKGLKGKREDEVERT
FQRVLDLFRFVQGKDMFEAFYQDSLSRRLLHQKTASTEYEKLLVSKLKLECGANFTSHLEGMLKDIDISAQLNADFKTHL



EVTRQQPSMELYVNVLTTSNWPTYPKVNVTLPPDVVRMQELFSQFYCNKHKNRKLQWQPSQGQCILGASFQRGNKELIVS
LFQAIVLLLFNDSQKLTCKEIQQATGIDMPTLKRTLQSLACGKIRVLAKSPKGKEVDETDKFIVNYKFSNERRRVKINQI
QMKQTQAETDATSEKVFQDRVFAIDAAIVRVMKARKTLKHNFLLTELFQQLKFPCKPVDIKKRVETLIERDYLERDPNDP
QTYKYLA*                                                                        
>Cowc_CAOG_00038                                                                
MTLKPVSINFDDKWRELRQQMELIVGEQSSEVSGMIFHEIVYRVCTARPTPFADKLFREVSAFFSRHVTALREGILEQES
NLLPGYASRWSTFDAGTGYLHMVFEFYNKLATKHTTSGASFQPDDGSNTPMPIMTLAYKRWREHCFEPLKTRLLHNILSE
IEKDRNGEDINSSVILTVVNSLVTLSNDPKAPLDLYKTQFEAPFLQGTSSYYRREAAAYIADHDISAYMRKAEAWLDSEQ
LRARKHLDSSSYSSVIKLCEAEIVTAHREKIQAECTRFIDQDAREDLTRMYHLLRRIPGGIDPMLVAFEQNVTAAGLKEI
ERLSDAAQKPEPYVDALLVLHSKHNDIIRTSFDNDNQLIAALDKAFRSIINDTAKSKSAGKAPELLAAFCDQLLKKSNKN
QSEAEIEEKLQQVIKIFKYIEGKDIFQKFYSKFLAKRLIHGVSVSDEAESMMIAELKAVCGYDYTTKLQRMFTDMTVSED
INKTFNEFRSNNDIPLNIEFSMLVLQTGAWPLGSAVQSPFNIPAELEKSVTIFEAFYGKKYSGRKLNWLHHLSKGDLRAT
YGSKRYELQSTNYQMAILLQYNNEDVYSYSQLRQLTNLNDADLKKTVKSLVDVKLLNLDSGAEDVTESSLLKYNRAFSNK
RTKIKITTAVQAETKEESVQTHKSVNDDRSLYLQAAIVRIMKSRKTLSHNQLVQEVIVQLSSRFQPAIPMIKKSIEGLID
KAYLERVENTLDKYNYLA*                                                             
>Cowc_CAOG_01275                                                                
MSTGPRLFPSSSSSTSSSSSSSAAPTSASSKPGSLGSPFATSSSSTLPSSSSDPSPLAGGTGRPAAAAAAAGFTSSSAAA
MQSSPHHPHHHHALQASSASASSYMMSIGGSSSARKKTEGKTLSIKGFKVAPKLPPNYEQETWQKLQAAVRAVHEARPID
SYLEVLYEAVENLCLLGGGATLYERLTAECESHLRLEAEKLSVASEDPVTFLSVVDACWQAHCEQMITIRSIFLHLDRTY
VLQNPHVQSLWDVGLIYFRRQVAEVTVTQRRLITGILLLIEQERAGDSVNRSLLKSLLRMFSSLGMYTEAFEPHFLRATH
ELYAREGAALITTMPVPDYLAHVEARLQAESERIVHYLDIHTRRNLLATVERQLIEQHIRVLIERGFEELCNANRIADLS
RFYSLLGRVNGLEPLRVAFAAYIKKRGAALVCDPEKDKNMVQDLLDMKQQLDTLLSQCFGHNDRFQNCMKESFEAFINMR
QNKPAELIAKFIDAKLRAGNKEATEEELETVLDRLMILFRYIQGKDVFEAFYKNDLARRLLHNKSASVDSERAMLSKLKQ
ECGGQFTGKLEGMFKDMDLSKAIMVSFNQSKFASQMGDIELSVSVLTQGYWPTNKPTSMNVPSEMLRIQQEFQKFYLQKH
TGKQLSWDNPRGDCLVRAAFPKGTKELQVSFMQTLVLLALNAGDGVSFPTIKAETNIETEELKRLLQSLACGKIRVLNKN
PKGRDVNETDTFDFNTDFVNKHYRLKVNQIQMKETAEENADTNEKVNQNRQYQIDAAIVRIMKARKSLAHQLLLSELFNQ
LKFPMKPADLKKRIESLIDREYLERDEKDQSTYIYLA*                                          
>Cowc_CAOG_03030                                                                
MSALAASIAAQAASRLPAVLEHCRSIVASASSSPSSPSTLVLEQQRLGAAIQAYFGCADAADDRQRRASAEAVLAGTLAD
LILSECRESLRAQAAPAFWAVLANTPQPDQSNSGAIATWLAKNMQAAFAVLEASIAAHETLFEAVLDFAQSIPSLSAAIR
AFNVNTEAGAIVFARPLPEFAAMVEQFVTLSYWAHAVVHDDVPNDWHKRICDDVPEEAIEALQQAVGAATAAVFSVCQRR
KLQHRVLMPFVLSQLDILVKAQTEAMANLFADSCHEAAGQWIDTYPAPWLRHVLGESDECDQLISYLKTQWLSQSLAALR
TTELFDIIVDYPESANALSDLRALLIHPQQRAALVQTLRASFERRLLHPGANTPDILTQYISAIRALRQLDESGVILEQV
CAPVREYLFGREDTIRCIVSSLVDDAESDLRDELANTNASANADSDVSDTEDATDSWNPVPLNADLTQPSSLRKTSDIIS
LLISIYGSKERFVDEYRALLSDRLISTLSYDIDKELRNLELLKLRFGEANMLFSEVMLRDITESKRNNTSVQERMPESVK
LDFPLNVIILSRLYWPNFKTEPTPLPKPVEDFMKAYEAAFEILKPTRALHWKHSVGIVTISLDFEDGELEFSVAPAMASL
IMLFERDDPWTLGELVEATESSTAVVRKRLAFWIAQRVVIESPADTFSVISKIADQGVPLQGIDADSDEEDALHNIDGEA
GEEAEGDEELDVTQCFMFVSMMLTNLGSLPADRMLTMMGMYAPTMPIDDRSFRRFLSNMVADGKLATSGGEYQLVK*   
>Cowc_CAOG_04201                                                                
MKPTGELTPATKSVRIRPYTPMTSLEPAYVDRTWLLLRDAIIEIQHQNASGLSYEVLYRNSYNLVLHKQGGRLYNGLVQV
ITEHLRSVATRIENSIGGNFLARLTRAWSEHTTAMKMIRDILMYMDRVYVESKNRERAAAANDPPHLRREQHRLEVYDLG
LSIFGEEVARHPRIKQHLLRTLIDLIRRERDGEVIDRGSIKSATQMLIELGIHSHAVYVDDLEGPLLADTEQYYQAESQR
LLGELTASEYMKRVEERIREELERVAHYLDALSEPPLKRVVERELIANHMTALVEMDNSGLVSALVHNRLDDLARMYSLF
SRVETGLSLIQKHLDVHLKEVGKAIVVADDEAGSAAAAPPAAASSSSSSSSSSSVPAAPGATAKDAGGVKDASRYVQQII
DLRDKYETILLKAFRGDRNFRSTINSCFEFFVNLNPKFPEYLSLYVDELLKNQKGFSEDEIDATLEKAVVVFRQVQEKDV
FERYYKQHLAKRLLLAKTVSDDLERSMIAKLKTECGYQFTTKLEGMFRDMALSRDSMERFQRFLDDSNINLGFQVNIRVL
TMGYWPASNVSAKVILPAELRHACEVFQTYHAKHHSGRRLFWQTSLGSADIRASFAARRHELSVSTFQMVVLMLFNQQDS
YTYQEIAQETEVPPGELKRALQSLACGKYKVLLKEPKTRDVTESDSFTFNDKFTCQLHRLKIQAVAVKENEAERTETRAK
VDDDRKHQIEAAIVRIMKARKVLDHNSLILEVITQLRARFAPTPNTIKARIESLIEREFLERTPEDRRMYRYVA*     
>Cowc_CAOG_04624                                                                
MTHLANTTRAQSIDEVWADVQSGMDCFYYSDQGIDYNRHMKHYSNIYNYCTAPRTLPTDISRNARRPDSNNFKGAHVTGQ
DLYCRVIEYLRQYLRTRSEACKELSDETLLRYLNKQWDRYKIASKVLNHLFAYLNRYWIRREIEENVKNVHEIYKLALVT
WRDDLLLPFNKQITAACFRLIERERNGEKIETSLIHDIVDCYVSLGLGEEDYKKQRLGVYQQYFESGFIEQTTLFYTAES
SKFLASNPVTEYLKKIEARLAEEESRVQLYLSINSREPLLECCDKILVSNHLETLQAEFPNLLSHNQVDDLARMYTVLSR
VANGLDSLRVILEEHVSAQGLSAIESCSETALNDPTQYVTTLLAVHKRYAALVAGPFRGDASFVAALDKACRKFVNTNAV
TAKAKSSTKSPELLARYCDALLKKGSKNPDENELEELQQDIMVVFKYIDDKDVFQKFYTKMLAKRLVLGVSSSDDAEESF
ISKLKQTCGYEYTAKLHRMFNDIGLSKDLSSKFQEHLVASSTKLNLDFSIMVLGSGAWPLQGNTAPFSVPDDLVRALERF
TTFYQNQHSGRKLMWLYPQSKGELRTSYGKGATKYTLQASAYQMAILLLFNTNDSLTVEAIHQATLLPLPLLGSILAVLV
KAKLLNAEIEDENFAPTTEVSLNFDFKSKRLRVNVNLPLKSEQKAEQEDTQKTVEEDRKLLIQASIVRIMKTRKVLKHAL
LMNEVIAQLNNRFKPKIPTIKKCIDILLEKEYLERLPDQNDTYSYLA*                                
>Mvib_comp10446_c0_seq1_fr4                                                     
AFVQALLLLREKYQRILDVSFRADTEFRKSITAAFETFVNRCARAPEFISLFIDDQLKRGLKGSSEEEVEATLVNAISLF



RHLRDKDVFERYYKQHLAKRLLLAKSLSDDAERLMISKLKTECGYQFTSKLEGMFKDINLSQTTMNSFHLWLGTSAASAA
LPSPDSVPVDITVRVLTKGLWPTSAQSSKMCVLPLAVRTARDRFEKFYLSSHQNRLLAWQYMMSTADIRAEFRSGKKELN
VSTFQMCVLQLLSEAARSRDSPSPSISYEKLHADTDIAASDLKRALQALACGKYRVLNMEPTRGREITESTRFSINESFS
CRHVRIKIQNVAAKETELELKETAQKVDEDRKHQIEACIVRVMKARRQMAHANLVAEVTKLLQSRFMPNPAHVKKRIESL
IEREYLERSAAHRGPYRYLA*AVCTVPPLF*FIL*K****Y*FTSFYTK                               
>Mvib_comp12969_c0_seq1_fr4                                                     
KKLVIKNLSVSPRLPADFEAVTWAKLREAVRAIFSRRASGSLEELYQCVRDMCTHKLAKKLYESLCEECYTYAVSVLGEI
TGRGDVSGAAASFLPMIDERWQNFCKQIGMVRNVFLHLDRTYALQTAGVVSLWDMAVGYWRDIVVSNARVQNWLVLGLLG
QIELERRGDAVDRSVVRNLLRMLSSLHIYDAVFEVPFLSGTQQFYQIEGQERMASLNVPDYLAHVEARLASEAERAATYL
DVSTRAPLLASVEEHLIRVHVVSLLERGFVLLMDERRTPDLARLYSLLSRIGALADLRQHFQAFVKLRGLAMVKNADKDA
TLITELIAMKQMLDAFVHTAFADNEKFQTATKDAYESFINVRENKPAELIAKFIDSKLRMGNKELGEEELEAVLDDAIVM
FRFIHGKDVFEAFYKKDLAKRLLYGKSASVDAELMMLSKLKSECGGGFTLKLEGMFKDIGTSRDLMASFQASRSAIDATH
GIELSVNVLTQGYWPTYPPVSVHIPDDMSACQVAFQEFYLRIHTGRRLTWQNSLGDCVIKARLAKGTKELVVAMYQALVL
LLLNGPRDMQLSFCQIQETTNIASDELRRTLQSLACGKIDTRVLAKQPKGRDVADDDLFSVNQDFKNPRVKIKINQVMLK
ETPEENSNTREKVFQDRQYQVDAAIVRIMKTRKKLSHTLLISELFEQLKFPIKPSDLKKRIESLMDREYLERDPNNSSVY
IYLA*ETGVFPLFPPFFSV*T*MTHPHSVYVFKSALGNSQ**K                                     
>Mvib_comp334369_c0_seq1_fr4                                                    
KRRKEAASARPTLSTPALTPAASEPPMEVAQLALHIWKVTLLDPPIKKKLVHDILREIHNDRNGEMVTDSVVQGVIQSFV
HMNKFNTKKP                                                                      
>Mvib_comp13081_c0_seq1_fr5                                                     
QFFAVRVTHTFAMSLRPKQIVFEEKWEELRVPLDAILNHKESSSKLSGMDMFQVVYNCCVSHPIPYPDRLYNALSKFLTQ
HVTSIVAQLQAHQSDLLLAYDSSWQKYHLAIQRLGVPFRFLNQQWVKKKREEFKNRNCSAEQASDAPLYVYELALRKWRV
HVFDEIKPRLLHNIMETIERDRDGHQDVNLWVVQSVVESLTHLGNSSVVEASSQSSAESTKQVYKEEFESPFLVATQEYY
RRKSRAYLEANDSTSYMEKAEELLIEEEKRTRRCLDQSSYDLVIKECEKELVEEHTGLINAEFTKMVQHGEKMIGHLSRM
YRLLRRVPNGTTPMLAVLEAHVTQAGGVEIASIGQTPEPKQYVEKLLSVHSRYSALFASAFESDNAFIAALDKACRKIAN
DAVGISAKKTARAPEWLARYCDYLLKKSNREQSDHELEDKLKHVMVVFKYVDDKDVFQKFYSKMLAKRLIYGTSVSEEAE
STMISLLKQTCGNEYTSKLQRMFTDMTVSKDINVGFKEFLTKSHTVSLSHDFSILVLQTGAWPLGAVAGTNQFVVPSVLQ
PPVAAFEQFYNQKHNGRKLTWLWHLSKGDLIVNFTKRRYEINATNFQMALLFFFNNEREMTMLELLKQTGLPESELMRTA
KSLVTVKLLGVALENDTLSTNETDFPAQFRGDVTLRLNRAFTSNRVRLKISTAVQAETHVETEQTHKAIDDDRKLYVQAA
IVRIMKARKVLQHVQLVDDVITQSKSRFSPSMPMIKKCIEHLIDKQFLERIEGTRDQYSYVA*VNEREREL*NRLNKLM*
KKKLMSIHKKKKKK                                                                  
>Mvib_comp14697_c0_seq1_fr5                                                     
QNFHFSSSFNICNMEAQTTAEDTWALIESGIGEVFGFDDTRSSEVLSTEKYMEYYTAVHNYCMGSNTNQTQVVVGPRAHT
SGAKYIGRDVYERLSRFIETYLTDISQSELTGHTGLALLERVKYQWSRFTFSGRVVNNICGYLNRHWISRELQEGHDNVH
KIYAMELIKWKEIVFVDLSMQCASALLEEIEKDRNGESTDSNLLRLVIETFLALGSPDSALNDPAHVGDEDEMNAYYREH
FEGRFIDMTRSYYYRESEQFLEENPVTEYVKKVNQRIEEEEKRLQLYIPKTTSVKLMSTLDDVLITAHLHRFQGELKKLL
DHDRTDDLRFLYNLLVRLPNGVDALRDAFEEHVKACGLRDIAEVANTAFTDPKLYVEKILHVYNKYDDFVSNAFRNSHLF
KQALDKACRAFINANAVTEKAGSSSNKGPELIARYCDQLLKKTARAVETELETVLFQIMIVFNYIDDKDVFQKFYSKLLS
KRLIAGVSASEDAEELMISKLKQACGIDYTAKLHRMFNDMGLSRDINSEFHSKMDGRINIDFSILVLTTSAWPPTKAQFK
SYLVPEELSFAIAKFTEYYQVKFNGRVLSWVYHMSKGELKTGFTKPQTYTLQVSTYQIAILLLFNRQDTIHSKEISQDTG
IPEPHLKNIMEILVKSSLLKDAGDGNYSINRSYKSNRVRVNLNMPIKAEQKVERDETHQHVLEDRKHYIQACVVRVMKAR
KQMVHSELVTEVINQLKSRFQPSVPMIKKNIGVLLEKEYLERAEDQKDLYRYKA*VLSPCCASTLYKHSFSFFFSAKKKK
>Mvib_comp10446_c1_seq1_fr6                                                     
LLKNAIQEIQSQNSSGLSFEQLYRSAYNMVLHKNGDRLYNGLRDVVKDHLTKVAASVERELDTNLLGALTAAWHDHNTAM
LMIRDILMYMDRVYVQNKMASVFDLGLEIFCTHVARHPRIRDALRSSMLSSVARERAGETIERLSMRDACQMLKVLGINS
LTVYVEDFMNPFLDASTKFYQMESQRFISENSAGEYLKQAERLVNEETQRVTNYLLPETEPEIKKIVYRELITNHMMAIV
EMENSGLNFMLEHERLDDLGRMFTLFKYVDGGHRLMCERVRDYLQTVGSRLVGEDAKTGEAAEDDSTTSTTTAAAAAAAG
AAGPADGVGGELIKTDHGTGSNGGR                                                       
>Mvib_comp14477_c2_seq1_fr6                                                     
AANDATVDVTAASGAASAGGDAAMAADTSAYAEMMAAGDDSDGGGDDWVPDPIDVPHGGSVAAAYASSARTAAAHAASMG
VGGSSAGAVRERRAADIVSLLVNIYRSQELFVKEYRALLADRLLSALDFSTTREARNVELLKLRFGEGNLLQCEVMLKDI
ADSKRINGTVHSMLEERGVETATINASPAPVSIPLDVTVLSRLFWPSFRDDDFQPHRRTALAMEQYNAAYGVLKAGRTLA
WKPSVGSVDLELELEDRTVALTVPASLANLIMLFEDRPSWSLAELVTTMRLPSSAMRKRVDFWIGKGVLVEKSVGVFAVV
EKVVAPAAGDTASTLGKKKKKSATRTATKTSSGAGGVGTAAAQDDDNTKEEVEKLKGDDGKEEDEDAVDDDDDDDDDLDY
DAK*RSGEEHPKQCTIQKLHFFLQKKKK                                                    
>Mvib_comp73693_c0_seq1_fr6                                                     
RKQSSSEELEKAVIADLRTLGGSQFTTRFEKMLGDMSVSRDLAAQFKDACRAAETRVVDLSVHVLTSSLWPVAAEGGENA
ACVYPEQAQAALTGFEQFYAKR                                                          
>Mvib_comp151878_c0_seq1_fr6                                                    
EHLHAKLHPKLVFT*LPHLGTAELKANFPRGAKELSVTTFAMVVLMLFNDRDALRYEDIRAETNIPEPELKRTLQSLSLG
KVKVLVKSPPTKEVAEGHRFTYNSDFKDAKYKIKVSAIAARADVDAERAQTLQKVEEERAQITDATVVRIMKARKTMAHN
E                                                                               



>Sarc_SARC_03914                                                                
MHQAFVLLLLNKNDKLTIGQVQQHTGLGTVELERVLLSLACGKKNTRVLLKTPKSDSVAATDVFTVNEKFDNKLRRVKIL
QIQLKETIDEQRATQEQVFQDRQHQVDACIVRIMKTRKTMGHQLLIGAILEILKLPIKPTDLKKRIESLIDREYLERDEN
DSTKYHYMA*                                                                      
>Sarc_SARC_08090                                                                
MFIYEEAYFLCTAVPKALSDKLYYSLEEFFRQTCEDACKEIMAGNLTSVYHAKWQVYSIGSNIIRSQCRYLESTWIKDEK
DKYRQHMYSSQSGSDSRRDCPSDLGPLAFQQWKTYVFEKVQERMIKDLLQDIQKDRDGEMINASEVQGVISSLVELDSTF
KAPEIRSRHGYQQPGTGQLSVYQETFEKQFLAETAQFYQRESNVYLSENNCSDYMKKAEARLQEEEIRARKLIHSSSFAK
HSRECEYQLVSAHMDMLKGECQSYMKNEDVDDLSRMYRLLRRVPEGVDVLLREFETYVTAVGREQIAAIQEMEPRSYVEC
LLAVHARYHQLVQNALQTDDVFVAGLDKACRSIVNHTMGAKIPQAPELLAKYCDMLLKRSPANKHVDEAEIMQKLMSVMT
LFKYVDDKDVFQKFYSRMLAKRLIHSQSVSEEAEEKMIDNLKNECGFEYTMKLQRMYTDVALSATVNQEFSAYVAQKNIV
MDLDFSSFVLQSAAWPLNAVDTDFDLPGPMERAVQHFETFYHEKHNGRKLQWMHHVSKVDIKLKYLKKRYEVQATSYQAS
VLLMFNERDTYSFAEIQEETQLNASELTRTLDSLVKTRLLLHATDNNTSAYELNTGFASNRTKFKITQAVQAEPAKEAKE
AYGAVQEHRVFYLQATIVRIMKARKLLGHTDLVQEVVVQSSRHGKFTASIPQVKKCIEQLIDKEYLERTGPNKDKYSYVA
*                                                                               
>Sarc_SARC_08408                                                                
MTPKEYMKLYTSIYDYCTRPATSFTARMTPTQVSGANIVGRELYQRLVDYLRAYILTIYDEIKDDMDDTLLEKFGTRWGT
FQRTSKVVHGLFNYLNRYSIARDIAENRTDVYEISVMCVVQWREVIFMRLKEKLTSGLLKLIERERNGEAINTGLVTTVI
DCYINLGQSFSNTPMLMYQTHFEGKFLQETTEYYQRESEAFLRENSTAEYMKKVEKRFDEEIKRVKTQVNRDSMSNMMDA
LTTVLIDKKIDIIHAEFKPLLAGEKIEDLGRMYRIVSRSNTDCMGKLRTEFEERVKTEGLELMTQVSANGTGDDPVTYVE
ALLSVHTKYHRMLELAFESNSDFQTQLDQACKRFMNTNAVTSAVKSSHRSPELLSKYCDGLLKKSAKNADTAELDKMLEN
AMVIFFYIEDKDVFQKYYRLNLVKRLIGKTSVSDEAENDMINRLKIACGCEYTNKLQRMLQDDRMSQELASEFTQKMSNV
TEPDFQKLDFGIFVMATTNWPSEVYSEPALNLPKQTENYIKRFVDYYDGRHTGRKLHWLHKMSKGEIQMSVSGRKYTIAA
HAYQITILELFNSADTLKYSDVQQTTGLEESLLTGHLGIILKAKILLTKTEGDLKSDSVLTFNSSFKNKKLKFNINQPIK
TEQKKEAKQTDIQIEEGRKLAIQACVVRVMKMRKTLHHQELLKQVIEVLQSRFRPSVPKIKQAIEHLIEKDYMERLGDNN
SYQYKA*                                                                         
>Sarc_SARC_09944                                                                
VIVNVHQHHYVMMAMTKQATIELDSAWQHLYLAIKEQHDEIKGTECQRWLLKLTENGQAGHFRAFVEVAAVNRIKSEVDA
FYASLRATGPQEISTNRIDNTTLEHVQQALFKFDNEVDRLSNIISGVNQLYRSVNAIYDCIDSELVVNNTLTFVTVHRDI
GKLRKIFSIVLDTAVAILYRRVVREERGSDDEYDSGDNLDTEDAVMYDAAESTAIFEACLSIGRLANSLGLSERVLDPQV
RSTLKSYMISYINEDFIKGCYEESVLGRIGHFVDAICRDLLGKITPPHSMERKRAEVRLLANKALCDARTEEIFDLIATP
DSEPALEDLKFCLEQTAQHSKFVAYAREILRMRLLHPGADTSPILTQYVDAIKALRILDPSSQMVHAVCEPVQHALRQRE
DTIRCIVQSLTDTDDKKGLLSDAHTPTTKTHARLQGVDIEIDDWENWQPTPMDASGDAKTARTADIMTMLAGIYGSQEHF
VNEYQLLLSARLLDALDYQIDDERRNLELLKVRFGETNLHQCEVMLKDIHNSRRINEAVHELLIQDSEMRNNDSSLMTTD
DVPVDLTIISRLFWPQLKNHTLILPEKVNRWLEEYEESYSKFKQDRRLAVKPGYGRVDLSLTFDEWELDVTVLPDQAAII
LCFESKDVLTVEELSTMVGLAQKEVRRRIGFWESLGVLVEVSHGEYRVQETKPSQDTRQRKAFHMGDEIDVDDAAESMQI
ELETCWNYIEAMLVQMESLTVENIHMRLQMFFSGDPPPLNRLKAYLDDKVLNDVLEYRLSEYHLTKQ*            
>Sarc_SARC_12279                                                                
AKASWRLLKSAIQKIHKQDASGLSYEELYRNAYNMVLHKHETMLYNGLEAVLTEHLVSVCQTVRSAAENGTKADFLPTLN
NEWNKHRISMLMVRDILMYLDKQYVAKNEQVLTVYDLGLSLFRKHVIDQVQNKSFIQECLLESIAKERASELIDRSLVKD
VLEMLMEVGVSSSAVYEGVFEAQFLQTSADHYSACSQEFLSQNDSVTYVRKVEKWLSDELGRVDAIMDKQTRSRLQLVVE
TETIAQHRTAIVGMDKGGVVNLIVEHRLAPLSELFRVLKRVPGGIEEIRDSLLDHLQSTGTKLIHTVLEPLPLIKQLIDL
KVMYYDTVEKAFANEQLFTDGVQRKFAHVVNLNKR                                             
>Sarc_SARC_12549                                                                
MYTSFQTAFLEATQEYYAVEGRRLVTTLTVPEYLQYISKRMQQEQSRIEDYLHTDTWVPVCAIMRQELLKTHVSELLEKG
FHAMVKDSKLDELKMLYRLLSTVDALEDLKVHFITYLRAACSEMVLDEARDSSMVVDLLVLRSKIDTILEKSFGNQEKLR
NACKDAFEATINARPNKPAELVAKFIDRKLRAGYKNTTEGELDELLDDVMALFRLIHVRDW*                  
>Sarc_SARC_14593                                                                
MMLKLKTESGTHYTQKLDQMFKDMSISEETNRAFASFCADKKDTKNEDGLLD                            
>Sarc_SARC_16145                                                                
MQDVLEPFKTNYCTKNKGRILTWLPIMGQCIMRANFKQVRISMFKRVSGVLHV*                          
>Sarc_SARC_16729                                                                
MYTLQGKDVFEAFYKKDLARRLLVQRSASVDAERSMLTKLKQECGPRFTQNLEGMFKDIDVSKDIMQAYNE         
>Cfra_g602                                                                      
MAGNVVSELDLAWQELYAIVRSNPADIAGAATRKHIDVLFAHKQDEHFIEFIKVATANRLKKEVDTFYMSIGCMVMLSEL
RVQAKRLADMVGELVKVVNAVCTCTVMDNDFVQRTLHTSIVVHEDFGIFRTALTIVVTTAIGIFYNRIVSEECNHDVSED
VDFVHDGSHSKILLEKYLAIGQIIDYLRLSKQLITPVVVSTLSIYLNKYINRDSIKGCYEESVLPRLYGFVSRICNELLC
KIMTADAISISEERIKLLANKELCELRTSEIFDIIATPESEPALRDLKICLEKTAQKPRFVAYAREILRMRLLHPGADTS
PILTQYVDAIKSLRVLDPSSQMVHAVCEPVQHALRQREDTIRCIVQSLTDTEGKKGLLSDADPMSHTQLPTSCNDNVISD
CENWQPTPLDILGEAKNARTADIMTMLVGIYGSHELFVNEYQLLLSARLLDSLDFQTDDERRNLELLKMRFGETNLHQCE
VMLKDIHNSRRINSMVHELLQLDANDVQDKANSQPTSDDVAIDLTIISRLFWPQLKNHTLVLPEKINKWLKLYEKCYSKY
KMDRKLDIKSAYGKVDLSLTFEDWSLDVTVLPDQAAIIMCFENEPVLSIDNLATIVGLAPKDVRRRIGFWENLGVLHEVS



HGEYKVQETKPTHDQKQRKVFHMGEEIEIDDASDSVAIELQTCWNYIEAMLVQMESLTAENIHMRLQMFFSGDTPPLNRL
KIFLEEKVANDVLDFRLGEYYINH                                                        
>Cfra_g1615                                                                     
GQNQSGMPGQGGQGGQKKDEKKKKYEPPVPTRVGKKKRKGPDSANKLPAVTPHNKCRLRLLKLDREERMKVDELRGTPMG
VGNLEEIIDDNHAIVSSSVGPEYYVSILSFVDKDQLEPGCSVLLHHKALAVVGVLSDDADPMVNVMKLEKAPTESYADIG
GLDAQIQEIKEAVELPLTHPEFYEEMGIKPPKGVILYGPPGTGKTLLAKAVANQTSATFLRVVGSELIQKYLGDGPKLVR
EMFRVAEDHAPSIVFIDEIDAIGTKRYDSNSGGEKEIQRTMLELLNQLDGFDSRGDVKVIMATNRIETLDPALIRPGRID
RKIEFPLPDEKTKRRIFNIHTAKMTLSKDVQLDELIMAKDDLSGADIKAVCTEAGLLALRERRMKVTQKDFLESKENVLY
RKKEEYEKRWSHLHDLFSSIMRLDGEILKGPLTSTYYEKWQVFSLGADIVRSQCSYLQSTWIKAEKEKYRAHMYNTANSA
EVQKKCPKDLGPLAFSLWKTEVFELIKVKMVKDLLQEIERDRQGEIINTSEVQGVILSLVELDNTFAAPQKGGSVSSLSG
YAGGHNSKNGQLSVYQEAFENQFLAETAEFYKRESTLCLTNNNCSEYMKKAEARLQEEEIRARKLVHLSSLDRHIHVCET
ELILRHKEMMKTECEKYLKYEDVDDLSRMYRLLTRVPKGIDLMLDAFQNYVSTVGRQMVAAIPELEPRSYVECLLVVHEK
YLSLLKRALESDGDFIVALDKACRSIVNFKVDSKQPALAPELFAKYTDLVLKKSATNKNPNEGELLDKLQSLMTLFKYVD
DKDVFQKFYSRMLAKRLIHNQSVSEEAEEKMIDNLKQMCGFEFTMKLQRMFTDVALSSTINKSFAEYVKAKNIKLGLYFS
SFILQSAAWPITSPNTEFDLPGPMEKSLKYFEDFYHEKHNGRKLQWMHHVSKADIKLHYLDKRYEIQCTSYQVSVLIMFN
DDTSYTYAQIAEKTKLEKNELDKTIESLTKVRIITHGKAKDVYTLNKNFESKRTKLKITSAVPIEQAKETREAYGAVQEH
RVFYLQATIVRIMKSRKLLSHTDLVQEVVVQSKRHGKFTASISQVKKCIEQLIDKEYLERVAKQQKYIEDITITAVSIAH
ACISPDPVQPRFVAVETAVAVETVMITQ                                                    
>Cfra_g2538                                                                     
MSSKGKQPATDYQISSFPNHSRKVINDYEVQTRTKNPISSTTKITSSNHFGKDGGAKKLVIRGLSGRKNTVALPENYEKE
SLMELRAAIQAVHSSKPASKNLEELYRMVEALCTAQKGHEVYTMVLINSIFLCLDRKYVLSTSNVTSLWELGLSMFREQV
ANQTIVRDRTIAALIKLINNERNGQNVDRSSIRDVCDMLSALSIYSTFLNPFLEASKEYYCGEGNKLVNELDVSEYLHHV
NKRIRQEGERVKKYLHIDTLRPLQAIVKHELLKEHIPTLLEKGFENLVMNNKLDELKLMYKLFSMVDGLEELKGHYLRYL
KMACSRIVMDAERDNYMVEDLLAFRTTMNKVLEHSFSNQEKLRNACKDAFEATINSRPNKPAELVAKFIDHKLRAGYKTT
TEEQLDELLDDVLALFRLIHGKDVFEAFYKKDLSRRLLINRSASVDAERSMLSKLKQECGARFTQNLEGMFKDIDISKDI
MYSYNKRKNKTNVDLDVTILTEGQWPTYPNSEGIIIPKEVMDDDVFSVNMDLENKAKKVKINQIQLKETIEENTATQEQV
FQDRQYQVDACVVRIMKTRKTLSHTLLIAGLFEALKFPIKPSDLKKRIESLIDREYLERDEHDTTTYHYLA         
>Cfra_g4629                                                                     
KGVSPITTTSGVVDFSSWKPLHKHLMGSHGQSTSCDLSEAWLTIRDGIEGLYRHPEKDMTPKEYMKLYTSIYDYCTRAAN
TTNINSLHTPMSGNGANIVGRELYQRLVKYLRSYIETIYNELEDDLDDTLLEKFGHRWKLFTQTSKVIHGLFNYLNRYSI
ARDITENRPEVYPIYTMCVVTWRDVMFMKLKDKLTSGLLKLIMRERNGEAINSGLVTTVIDCYVNLGQGIKSSSLVMYLT
YFEGQFIQETTEYYQRECEAFLTENSTSEFMKKVEKRIEEEMKRVKTQLNIDSMDRVMDAMTKVLIDERIDILHSEFKPL
LAEEKSEDLGRMYRLISRSNGDCMTKLRKEFEERVRNEGLEAMRQIHSSGTGDDPTTYVDVLLSVHKKYHDMLKVSFEAD
SEFQTHLDQACRSFINTNAVTQATKNSHRSPELLSKYCDGLLKKSSKNPDSAELDKMLDNTMVIFFYIEDKDVFQKYYRL
GLVKRLVQKVSVSDEAETDMINRLKVACGCEYTNKLQRMLQDNSLSGELNSVFSAKVADAFKNDPNHHRLDFTLFVMAIS
NWPTEQKAEPAVNLPSQVEQYIQQFQKFYDERYTGRRLAWLHKMSKGEIQMHASAYQIMILELFNAAESLTVAEVIVGCG
LEEPLAKGLIVSIVKTKILLVENGSGELTPDTVLKFNSSFKNKKLKFNINHTIKTDVKKEDRETNTAIEEDRKLAIQACV
VRVMKMRKTRQHQDLIQEVIQTLQTRFKPSVPKIKQAIEHLIEKDYIERMDNNQTYQ                       
>Cfra_g5700                                                                     
MMDKQTRSRLQSVIEAETITNHLKSIVSMEKGGVVNLLSEHRLKPLQELFNVLKRVPRGTEEIRVCLLEHLKKIGTRLVD
SMIEPLPFIEQLIDLKLLYYNTVMVAFDSQTDFTDGVQKCFSDIVNQNKRTPEYLSLYLDDALRKRFRTMTDKEVEDTLK
NSLGIFRFLEEKDLFERYYKIHLAKRLLGGKTTNEEYERTMVTKLKTESGTHYTSKLDQMFKDMSISEEINKEYANYAVT
QTSTTSHATEGKSEDLSTPPLVPKMNFEVKVVTLGAWPVSDLPSCILPSEFERARDGWESFYAKKHSGRKLMWAYNHGTV
EIMAKFNRNKHTLVMTTMQGVIMSLFNSLAEGESYTYEELLSQTGAPEADLKRALQSLACNKSRVLTKTPKKSREINPGD
EFSVFLEFKSKFHTIRIPNMSAPSQESGPTNEKTRQTITENRKHMVDAAVVRVMKSRKTHRHSDLVRDVTQALQMRFVPT
PVMIKTRIEYLIEREYLKRSPQDHSVYNYVA                                                 
>Cfra_g6628                                                                     
MRRSASGRHSMSGDRKKMNIIRPYRGYQANVGVEQAENSWRLLKSAIEKIHIQDASGLSYEELYRNAYNMVLHKHGALLY
KGLVDVVTEHLAGVSKAVAAAAENGAKVDFLPSLNSQWKLHRTSMFMVRDILMYLDKQYVSKQNDRSIVSVYELGLQLFR
EQVIEFPQNKTFIKECLLEMIERERSNELTDRSLFKD                                           
>Contig57815_Abeoforma_whisleri_fr2                                             
ENASELSFENLYRNAYILVIYSYGNILYDGVRNVVTEHLCDVSAQVEAAVNDNFLENLNEKWTKHTAAMKMIKDILMFMD
RHYVVNAGVKEVYDLGLELFHEKVISSDKIKSTLSKTITDLISRERAGEVIDSSLMRNILAMLMQLGMKHDGIYKEIFEE
TFLLNSIKYYKVESNLFISNHNASAYLKKVETWIHNEADRVYRYMDKSTEPKLRSIIERELIFVHTETFLQMEDSGIVYM
LKHNQKSDLERMYRLLSRVQGGLIVMCAALKNHLKEIGKAHVDNYDRKNPIGFVTTLLQIKDKFDILLHGPFQNDAEFLK
GQNEAFEYFLNLNQSSPEFLSMYIDDILKKGSKGSNEEEVETTLDKVIQLFRFLEEKDLFERYYKQHLAKRLLNQKTASN
DVEIYMITKLKSECGYQFTTKLEVMFKDIDISSELSSNFSEQNPLAYDFNVRVLAKSHWPVSTETYSLLLPQALQNTCEG
FEKFYVNNHSGRKLQWNHSVSSAELKICFAPRVVRQIAMSTSQMCVFLAFTHVNKLSYEELIQTTQLEPDKLDKTLSSLS
TSKYAFLIAERDSEDNFVSMTFNTKFTCKQRRLRAPAEKSRKPEHSEERKKTEDDRRQYIEAAIVRVMKTRKTSEHSQLV
SEVVSQLQSRFKPSLQVIKRCIGSLIEREYIARHETNPRIYNYIT*SPIEEEENT*KSSFVKVEKGKFYFIFFYYSSRPW
PAISMASIFKEKKGGKKKKKRH                                                          
>Contig2436_Abeoforma_whisleri_fr3                                              



QTGSEYEKEIRTLELLKIKFSEELFSKCSVMLDDMADSKRLNTMISSRQREGDLGLDVIILSKLFWPSLNEEEFSLPLAI
KRKMDEYNQSFQRIKAARSLTYMPNLGKVNLELSFEDREVNVTVSPFLASMIVLFEEQGKWSLKEIANKMEVTTTIIRKR
IPFWINEGVLHETEEGVFEIIEIKQNTVDQSKVLYVEDSAAASAEDQESEDLERCWQFTYGMLTNLGSLPFERIHSMLSM
CVGGIVPSQSRLTSFFMSKVGEGLLEFSAGEYSLP                                             
>Contig64987_Abeoforma_whisleri_fr3                                             
YSEHYIRKVIQRDKEANVKHGGKRMLDSRESTEMNPKYWQDATDTFEVLLATVPPRDVTIPEYLDIMTKCGTVSSPSRGE
SQQEGDAKRDFYYKVTNFIKEYVLNITRDFEALQGDVLLVTFSKVWERYRFGVKIINDILKQALNTLFQNNQEGDDAQNL
RNIFEEGVYIWQTELLDHFKSKIVTATMHAITEDRQGNESCTKKVKGVIESIYTCSRGDQQYFCDFFQTTFINETKDYYK
KISESFLAENSVAEYLFKAEKWIAGEHNRVEAFLVASVEEPLMTCLYDALVVDHLSTLTSAFLVFLQSSQLAELTSLYNL
LSKPKCLEELWPVYESHVQRLLEEGINSLLPPENEKDSEDLATNYVAHFASVYRTQTSLIKQCVMNNSDAYQCRDKAFKV
VVNKNAITARAKGSTRSAQLVAVHVDKILKANQQLTDEQNDEQLNDIINVFRYLDDRDVFAKYYSTHLSGRLLKSTSTSD
SLEQSMISKLQLECGLDYTNKLLKMFTDVDSSNSMYSEFKSILSEENKELFKICPRILVLSSNYWQALKCLDSFSPPQQC
MDIVGVFENYYSSINSSKKLTWIHNHANGELRAKYLARPLDLQCSTVQMAILLGFEKSITLSFQNLQEITLLPEDILEGN
MKLLLKSHIIILGEPEAKEEASESKSKSKKRGKKGSSSSSSSENVEIDSNTLFSLDVTYSSRRKKLNINRNVPMRASADS
EKTEDFETSRKLQTQAAMVRIMKMRRECTHKQLLVETSKQLASRFPQTVKRQKRAIEYLLQEEYMERIENNSYRYLA   
>Contig71973_Abeoforma_whisleri_fr3                                             
VLDLIYIL*SKRRLSLCSLLHFENMHVNLNANLRPKKVDFEVLWERLHKQIVCIMKAKEIDPPISRTEMMEDVYSACVAH
PSPYSEELYRKIEIFLENHVLELYKDVNSKSLLTKYAAKWEIFQQGVE                                
>Contig33076_Abeoforma_whisleri_fr4                                             
ECLNQIFNYLNKNWILVKQSDCNSFMEVHNQKSPIEIELLSLKKWRTLLFDPLKDRLLREILQEIENDRNGKMVNHSVVK
GVIGSYVQLNPNNPLMDLYITKFEEPFLAATTEYYRNESSLFVSDNSFSSFMKKACSRLEEEEIRARKFIDPYSFNKLIR
AVEKQWIKEHQSLFEHECEVYIEQEAFDDLSRLYQLLSRVPSLIEPLSDIFQALLVKKGPPKVQALLSSSDFTPTTYIEL
IQELHGIYSHLCQNAFNGDSHFIAALDKAFGEIINMSVNGKGSRASELIAKYCDSLLKKNNKRDASVDLEDKLTNVIVVF
NYVEDKDIFQKFYSRMLAKRLIQGQSVSHEAEATMISLIKQACGYEYTAKLQRMYTDIGLSNDMMGAFKAKLKEEDPRTE
SKTDFNILVLGQAAWPVVPQNVPFKLPNAIDESLQIFTEFYTMKHTGRKLTWLPHLSKCDLKMQYLKRRYEVSCSHYQMA
VLLMFNEVDSLSLEEVESVTQMNGPFLEKIMKSLVSTKIITSPEKGHFVINKSFTSKRLKFKISSGGSGSGESSKQQEEQ
EENESTMQAVVSDRKIMVQATIVRIMKTRRSSTHKDLVMEVISQTSLRFKPPVSLIKKCIEILIDKQYLARAEGSRDVYE
YIT*KKRKKLGGNIFNR*RCCRKQE                                                       
>Contig34844_Abeoforma_whisleri_fr6                                             
ASLKRKSESLDILQFLKQMDLTWQSHCRSMRATRSIFLFLDRRYVLQQSKTIPSVWDLGLEIFRDHVFNVGNFKKKTISG
ILQLVLKERNGIVVERQLIKNLVAMIISLKMYSTEFQDPFIAASREYYSQDGKASIVSKDTQDYLYYVENRIKEENARVD
HYLDGSTKKTLINVVEKQLLEMHTQSLIKKGFVTMVVDQRYKELKLMYRLYQRVFATIELKKKFSEYIKDTGVEILEEET
QSTVVQRLLDAKTEIDRIYEDCFLENPIFKSAIKESFEHVINTKPVLSAQLIAKFIDKKLKTGTKDLSEEELGLLMDRVM
VLFRYIQSKDVFEAFYKSNLAKRLLLGKSASADAERSMLSKLKQECGVGFTHKLEVMFKDVDISRDIMSDFNQSPYAIGS
TKSFNVTVLTTGQWPSYSISPSLKIPPHMDDKQKQFESYYAKKYANRVLKWCSGNDHCSLTATYIQAKTSKDTTKEFFVS
LYQSLILLLFNDADEISFNDILTRTGIEEEELKSSLLSLACGKVKVLRKLPKGGKVLSSDSFTYNADFKSKSRKIRINQI
QIKETNQEIVETTEKVFQDRLYQVDAAIVRIMKTRRELSHTALISECIQQLNFPAKVSDLKKQVESLIEREYLERHPDKS
SCYRYLA*LKELMSFFSLLVIVFLIM*LCFAGEGEVN*SHCYIF*IGWCRSIKVFVIVLFSLHQRKTKKSQKKAKKKKSK
RGGSQKKKKEKK                                                                    
>Contig34845_Abeoforma_whisleri_fr6                                             
ASLKRKSESLDILQFLKQMDLTWQSHCRSMRATRSIFLFLDRRYVLQQSKTIPSVWDLGLEIFRDHVFNVGNFKKKTISG
ILQLVLKERNGIVVERQLIKNLVAMIISLKMYSTEFQDPFIAASREYYSQDGKASIVSKDTQDYLYYVENRIKEENARVD
HYLDGSTKKTLINVVEKQLLEMHTQSLIKKGFVTMVVDQRYKELKLMYRLYQRVFATIELKKKFSEYIKDTGVEILEEET
QSTVVQRLLDAKTEIDRIYEDCFLENPIFKSAIKESFEHVINTKPVLSAQLIAKFIDKKLKTGTKDLSEEELGLLMDRVM
VLFRYIQSKDVFEAFYKSNLAKRLLLGKSASADAERSMLSKLKQECGVGFTHKLEVMFKDVDISRDIMSDFNQSPYAIGS
TKSFNVTVLTTGQWPSYSISPSLKIPPHMDDKQKQFESYYAKKYANRVLKWCSGNDHCSLTATYIQAKTSKDTTYSTEMT
RGLRCKRSFKMTQIAYRISKGIDGKNREP                                                   
>Contig80451_Pirum_gemmata_fr1                                                  
NKTKQNKMDFRANRGALTDTQQQPSGKRMGFKTSSGARKSGSSSVKTLSIKNFKASKPALPANYKETSWATLEKAIESIH
NAQDIHISLEELYRLVESMCTHQMSTFVYGKLEVAISEHTKAVADSLGVKNDSLGNVDFLQHISQAWNGHCREMRATRSI
FLFLDRTFVIQMTGVDSIWDLGLKIFLKHIAGNVTFTKKIVSGLLELIENERKGVTIERGLVKTLIRMFISLKVYKDIIQ
KPFLDATEEFYRNEGQCCIKNKDTHGYLHFVSNRLSEENERVLHYLESSTRKPLIKVVEKELLETYSGILLERGFGSFMG
DQRFDDLKLMYELL                                                                  
>Contig18698_Pirum_gemmata_fr2                                                  
FGFGFGFVS*LINSLQQSLQQLK**LTMQNAHSSKNCHLKPKPINFDKLWTRLHSRIVCVMKAQDCVPKISRMEMFEDVY
AASVANPPHYQALYKRLTEYLTSHVLELKEEIVQGNLIVEYDAKWKVYKIGADCLNHIFSYFNNNYVRKNKQKANSDPFM
ANMANSKQPPLLEIYDLCLVKWREHLFDAIRERLLKDILMEIENDRNGKLVNYSAAQGVIDSFVHINPPDEVPMQLYTSV
FEDVFLK                                                                         
>Contig76153_Pirum_gemmata_fr2                                                  
KETAEYYKNESKLFVADNKFSSYMKKATQRLEEEELRTRKFIDPNSYNKLMKVCEKQLIENHQSLFQTEIVGYFVREDID
DLSRLYCLVKRVPAMIDPLCETIQQYLSTKGLFDDVKRLLASVDFTPKLYVELLLSLHAKFSSFCLK             
>Contig3173_Pirum_gemmata_fr4                                                   



LLNRVDALKDLRKYFNVYVKKKGTELVGDTEREKEMVNDLLQFKSELDNVLKVSFNLNPNFKNTLKDSFESAINSRANKP
AELIAKYIDQKLRTGTKEISEENLDCLLDKVMVLFRCIQGKDVFEAFYKKDLAKRLLLGRSASIDAEVSMLSKLKQECGA
NFTYKLEGMFKDVENSKKILANFLQSKFYDPSFKNFSASVLTTGQWPPYPSNNVIILPELVLSFRKKFEEFYTSTNANRL
LTWVPTLEQCTLKAQFGKEQQTSKEVKELSVSCNQALVLLLFNNDEELTYEQVLAKTNIDEKNLKIVLITLSCGKAKVLK
KEPKGTDIPPGCKFIFRSDFKHKYKKIRINQIQAKETKQEHDDTAQKVFQDRQWQVDAAVVRIMKMRKTLSHTSLMTELI
HQLKFPAKGTDLKKRIETLIDREYIKRDETNKSIYHYED*KQK*QSIRNSTSAAQQHYSSIYKMKNGFCFESKNHS*ASS
IQWFPYSFPNNNNNN                                                                 
>Contig3174_Pirum_gemmata_fr4                                                   
LLNRVDALKDLRKYFNVYVKKKGTELVGDTEREKEMVNDLLQFKSELDNVLKVSFNLNPNFKNTLKDSFESAINSRANKP
AELIAKYIDQKLRTGTKEISEENLDCLLDKVMVLFRCIQGKDVFEAFYKKDLAKRLLLGRSASIDAEVSMLSKLKQECGA
NFTYKLEGMFKDVENSKKILANFLQVTNNKQQNNKTKQQNKT                                      
>Contig75186_Pirum_gemmata_fr4                                                  
FIINIINSVIVGFFRSFSFFFF*SAVFHFFIHTNSLLMQSDNILTNEQQWESLKSTFDKLLGEELQTLSISEYFSRVSEI
YNFCFSKEEDQSLAPCSKQKLLYDKTKQYFVDYSKRIFAAISQQSGEKLLQQYTKYWLRYKFALKLMNRILSHLNNTYVK
NNVREADSDCVEIYALGMIMWRDHLLDPLKSLITPAFKDAIRADRDGIESCTMKVKHAIESYTNLNRTERKNEYYKENFE
KFFIEETQNYYSLHVTKFLEENSIAQYLGKAESWLSAEHNRLQAFLPTSTEGILFEKMHDVLVRQQMEKLCSTFLLLLES
WRLSEIGALYRLTSLIPQDGLENLWPTYHSFIQKSLEEGIERITPPADEREPTELCGNYVEFISEIWHKHRDMIKECFRD
DSSAVKSRDVAFKTVINDNAITK                                                         
>Contig78704_Pirum_gemmata_fr4                                                  
FSSFCLKAFDNDSSFVAALDRAFGIVINTPSEQKDGKASELIAKYCDSLLKKANKHTSSNELEEKLTNVITAFKYVEDKD
VFQKFYSRMLAKRLIHDNSISHEAEVQMISLLKQSCGYEYTTKLQRMYTDIELSEKMKVSFKNHLIETNVHTKQDINILV
LGSGAWPITAQNFEFKNHQVIEEMQSRFKAFYSSQHTGRKLQWLPHMSKCHLQMNYLKRRYEVQVTHYQMSVLVMFNDSD
TVNKDDVETETLLEGKQLNNVLNSLVSAKLITKSPENPNSFCLNKTFSRKKGGVKFKIPANVSASDSTQEEANVTRDLII
ADRKIMVQATIVRIMKARKNASHKNLVSEVIAQTTLKFKPSVSLIKKCIESLIDGLYIKRTDGSRDVYEYIS*KC*TTFV
RCIFVKGGHFKSYFCSIFVRKGHISS*MYPL*WFF*YNFYKEKHNFVLKLSVGDIHK*KSHCFFSFLIKIVSVRIRVRV 
>Contig57600_Pirum_gemmata_fr5                                                  
LLLIIIGC*CLCLVKYLFSYFKFFY*TFNMKSHGARIAPFQKATNSMDENQAKETWKLLEKAIKEVQNQNSSGLSFEELY
RNGYTMVLYNKGDILYEGVQKVVTEHLKEVSGKINAAINDNFLEKVNEEWNKHTAAMVMIRDFLMFMDRMYLKSFPELLP
VYDLGLKIFYNVVVCDPKAKTLLCNLLLDSIEKERNGEIINRPLMKNVLSMLTQLNIRESHVYELFFEKDFIATSIEYYR
IESNKYISGHNALDYLKQVEKWLSNEVERVFHYMDIGTEAKIKTVVEQELIGNHMSGIIEMPGSGMIYMLENNRTEDLDR
LYKLCSRVENGLPALCTCMNEHLKEKGKQHVESHDTKGPLGFVNYLLGLQDKYNNLLATAFNNDNDFRTSIYSAFEYFIN
LCETSPENMSLFIDDVLLKGVKGYNEQQLEDLLNKVVSIFRFLEDKDLFERYYKQHLAKRLLSGKSLSIEAERYMITKLR
SECGYQFTSKLEGMFKDIDISREAAETFSNEHKESLEFFMNVRVLTQSNWPVNLNPISITLHPLFENACQHFTAFYINEH
SGRKLNWLHSLGQVDVRANFSTKQKKQITMTAAQASVLLNFNENDELSFSDLCKILNNSEDFVRKTILTLITSKYPILIK
KVNKTESSSSTAITAITPTTPT                                                          
>Contig57601_Pirum_gemmata_fr5                                                  
KLFKMYPFTYFNRSQMPGSGMIYMLENNRTEDLDRLYKLCSRVENGLPALCTCMNEHLKEKGKQHVESHDTKGPLGFVNY
LLGLQDKYNNLLATAFNNDNDFRTSIYSAFEYFINLCETSPENMSLFIDDVLLKGVKGYNEQQLEDLLNKVVSIFRFLED
KDLFERYYKQHLAKRLLSGKSLSIEAERYMITKLRSECGYQFTSKLEGMFKDIDISREAAETFSNEHKESLEFFMNVRVL
TQSNWPVNLNPISITLHPLFENACQHFTAFYINEHSGRKLNWLHSLGQVDVRANFSTKQKKQITMTAAQASVLLNFNEND
ELSFSDLCKILNNSEDFVRKTILTLITSKYPILIKKVNKTESSSSTAITAITPTTPT                       
>Contig73138_Pirum_gemmata_fr5                                                  
DLQLLTKGICKSIEVLNKFQLVDQYQCHQQWKSEVFLNHSELFYPVCRCFLSRSFEAYALLNVSKSEISKENDSESTEEC
IVLTEREAIKTMQTLVEIVEVLSQLDLLNRVFDLCWSSIAHKAIISHTNLFRGRFDEVFLPSLLSWVDSAVLGWVQHLLG
NGVQRSQMHKQWQSRLQYFTYKTFADMRINEIFDIIVDYDNVDFQSKPALLDLKECLFHSDQRLQLIDHLKLQNKRRLLH
RGADTSDIITNFQQIIAALRLLDPTEMMLKAVQGEVQSYLRSRPDTTRCVISSLINDEDEVMQGLLNDLPHERSEIDDDK
WEPEPRFTCDHDFSEVSIYGSKESFVNDYHSILGEVLLSLPNYDTEKEIRNLELLKLRFGEEIFQKCTVMLEDIADSKRI
NSIIETQCMAKYDDFPFHSLILSKLFWPAINDDMFTPPLKVQKWMQTFNETYQKIKAARNLSYMSNFGKVTLELTFKDRS
VDVSVSPFLASLILLFEEKERWHIDELASSLQVSLSIIKKRIPFWINEGVLKEVEESVFEIVEEQGEHGGQDQVLFLEDD
GTTLTNDNQENEILERCWQFTTGMLTNLGPLTFERIHSMLSMCVGGTVPSQTRLKSFLQKKVS                 
>Contig10821_Pirum_gemmata_fr6                                                  
ITKQKSGSQRSASLVAKHCDKLLRKTDVADEAQENRSFDEVMIIFRYLVDVDVFMMYYQKLFSTRLLENASASITLERGM
ISRLNIECGMDYTSKLTRMLQDYETSMNSYSEYKRGLTGETKELFSICNRILILGSAQWPLSNLDTEMNIPNICKSIMDQ
YTGYYNKVNQGKRLQWLYQQCVGELRTKFTAKPIDLTCSTTQISILMCFDQNTKLAFHKLKELTLLNDNILEANMKLLLR
TRLISLEEEGEDEEAGAASGQASPAVASPAVGDKKDSKKRKRDKRQERKEKRKTRDEAEITTNTVFCLNLKFTNKKGKKL
NINRNITYTEKKGPVKSSSEQEEITTQRKLATNAAMVRIMKMRGICSHTELLRETTTQMIGRFPQVPRMQKKSIEWLIQE
KYIERAKDNDGTAVYKYLA                                                             
>Apar_comp21677_c0_seq1_fr4                                                     
CVCACVCVRARYTCTVEPVTQSFMLI*QQLET*GVAYYTAGIGRRQKVYCA*LGVAVG*ARAVQNKQRANSSGQHTQVGP
TGRHLRKQLVSCRVPS*GVRGPRHIPCRRGR*PTPQAACPGSCVCAQPQRAKGTMSKATLTRQRVDFEKTWASVRHNVEA
VITCQGVDKVSWMDVYTDIYKLCTANPSPYYEALYSRLKEFLQKHTERIREEVLAGDNLLAAYNDKWRVFQVGAECLQAI
FQYLNKNWVEKRRKDADSARTTLYTPSLTPAASEPPMEVAQLALHIWKVTLLDPPIKKKLVHDILREIHNDRNGEMVTDS



VVQGVIQSFVHMNKFNTKKPEELYQETFERPFLEATAEYYKRESALFLADNDCAAYMRKAEQRLKEEELRSQKFIDPSSY
KKLQQECEAQLIEAHKAIMEAECETYIRSNRLEELSRMYKLLKRIVGGLDPMLAVFQKYVTDAGRHEMAAIPTLEPQTYV
EALLAIHTKYSSLVKNAFDSDANFVASLDKACRCIVNFNGGAKGGPARSPELLAKYIDQLLKKSSRSGPEGDVDEQLGHI
MTVFKYVDDKDVFQKFYSRMLAKRLIHALSVSDEAEEAMISHLKQACGFEYTSKLQRMFTDMRVSADINTEFKEQRGTQL
GTDFHILVLQAGAWPLSQAGATSFSIPQELERCVQSFELFYGDKYTGRKLNWLHHLSKADIKVNYLKKRYELQATNYQMA
LLLMYNNADSYTRSEMEAQTQLSGSELDRTIESLLSVKLLTSQGDRYHLNMKFSNKRTKLKITSAVPQETQKESEQTHNQ
VSDDRNMYLQAAVVRTMKARKTLTHTELVQEVLTQAKARFIPSVPLIKKCIEQLIDKQYLERIEGSRDKYSYVA*LLFAY
VHIGR*MGVRVQICRARACLAMLTEQQQLPTLPSFGCRMLCERSLVVAM*YGKWSFAGNSGGWCVRCRMQRYI*GLHLCV
THCQVVRQCRHTWHVW*TDNSQ*A                                                        
>Apar_comp22032_c0_seq1_fr4                                                     
VLNLYPCMSHMCQVGSFWDLFNLKSHFWGLHT*PFLSQVESVREQRVRSVFGRKAKLEGGQKHRFWRAQMEE*TQSLLVN
INRI*PSISFSGSCFLPL**EGCFGFAANPKGHKASL*CLGTLFGSVDGKKAKSPFCCSACYLHGKESDTDNKLRDNLST
YTRWAEGLIISSVESTRRGICTTFS*IQ*ISTFVVRTHQPRSATPAQGMAGRAPGGVMPGGNGPAVRRRSSATDRPVKKL
VIKNFDAHAAPRLPANYESDTWQKLQQAVSAVHASKAVGMSLEELYQMVENLCNHKMAAGLYTKLRDVLDAHICSQLEPL
IQSDLNDTDFLTLIDNCWQDHCRHMLMIRSIFLYLDRTYVLQTSGIITLWDLGLHLFLQHIVSNVEVQHKTLAGILQLIE
TERLGNAVDRSLLKSLLRMLSSLQIYGKVFETPFITASQRFYANEGRQKMQELNVHGYLRHVESRLHEEGQRVLHYLDRA
TRRPLIHVLEAQLLKPHTGPLLEKGFEQLVDDDRYDDLSLLYSLLGRISAHDEIRTFFAAYVRTKGTALVMNTERDATMV
QDLLDFKAKLDRIVRDSFQNNERFRNAVKDALEHVINARPNKPAELIAKFIDSRLRSGNKESSDEELDQLLDNVMLLFRF
IQGKDIFEAFYKKDLAKRLLLQKSASADLERSMLSKLKQECGGGFTHKLEGMFKDVDISKDIMVSFEQSKFRNRTSKIEL
YVNVLTTGQWPTYQLDPEVIIPQEMTKYLAAFREFYLAKHTGRVLNYCHSLGGCTVRSVFNEGVKELSVSFYQALVLLLF
NDANELSYESILAKTKIEEGELKRTLQSLACGKPGTRILIKSPKGRDVNAGDRFVFFGDFKHKLTRIKINQIQIKETHEE
NKETQEQVFQDRQYQVDAAIVRIMKTRKTLSHTLLIAELFEQLKFPIKPQDLKKRIESLIDREYLERDENNSSIYHYLA*
SGDCKLKFRNTGIYVCVCSEKGCATESMYGIFSKFESCFGLGCWLLCLVEEGQNGTLGGLESAGCHSFIFSFLLLSCFSP
GS*ESG                                                                          
>Apar_comp22586_c0_seq1_fr4                                                     
GVSNLVCLVRYLSDTDVFFRFYGMYYARRVLGGSSAGEEYEQCVLGMFKQQLHTDLHRSTGKLERMAQDVAANQALALNF
QAHVAQATAVPLLEFNAMATAVPRLEFNAMVLCSAAWPLKESGEGFVVPVAVSEFVTMFTNFYASQHSGRQLRWLHHHSR
ADVLFWPTQGSTRPYQLAATAYQAAVLLLFNDPPASTHTDKRQRTTPTRSLEDIAQETGLGADTVSCVVQSLVSAGMLVA
HGVDEFAPNGNFSNKRAKMNIAKAQTHAERQSKKGDEREAEAAMEQVLRGRRMELQATIVRIMKARQTLPHSDLVAQVLE
QTRRFQATLGFVKTCIGLCLDSEYMERVPGDIDTYRYMA*SELEAAVGGGFKIVCNQERHVDTLAVVKTRVAERLGEKCQ
KFMYIKWVRFYA*MKTT*CNIWANGTFMMQVLYLNVF*HTSKQVFFVDA*MC*FV*RYFAIALYAYNI*VSTLIFIYHNI
SM*MAIYLSIVSTHVGAHTHAHTRRTRTHTHT                                                
>Apar_comp23739_c1_seq1_fr4                                                     
GRQAGRQD*GAIAAVH*G*IAAVHRQIIKVVSGQADRLTGRRASRKAGRQGR*AAGWQEACFFGSRKRVNSYRHFSGSLF
SGAG*NGGGQLGKQKCFVQNRADRAGAPCLLGLHLQHSPGSGPAAVASGRWRGSMANRIKPYRAQTAQQDPGMAEEAWRL
LRDAIVKIQHQDASQLSFEELYRNAYNMVLHKKGERLYKGLHEVVSAHLQTVAADLEGAIEGDLLGRMRTHWDRHKMAML
MVRDILMYMDKHYVSTAGVAPVYEAGLTLFLERVVGNGRIKASLTSTLLGLVARERGSEVVDRALVRNILAMLAELGISS
RAVYEDVFERHMLDATAQHYRLASAQFLAQNNAATYLRQVERWLADELERVEHYMLPETEPKLRGVLDAELISRHMQQVI
AMEHSGMVFMMENNRLEDLQLLYRLVQRGGEGVDRLCGRLGGHLRPLGEALGGRGG                        
>Apar_comp74147_c0_seq1_fr5                                                     
TLGGSPFTTPF*KMLGDMSVSRDLAAQFKDACRAAETRVVDLSVHVLTSSLWPVAAEGGENAACVYPEQAQAALTGFEQF
YAKR                                                                            
>Apar_comp17682_c0_seq1_fr6                                                     
DGQKLGP*R*HKRILRMERSCTRRGRICTAKRDARGFFILFPSTYIYVLFSC*KN*VG*EEYCEVELQHRS*LCIEPRGG
EHYHLLKRQL*RKEDCAMASPGADLSTAWTGAVQLLQPDIDQGPLENGTHATLSSYVHAVKSAGMLALLQAWYEDTYQSF
LLQKLLPDFLSAFQAQVAQMAEETIERELSTDGMLVSFSGLSCAKARDEQARQMLELPQNMFLQDQLSTYELPPSAHLTL
PKYFMHVAEAHRRRAEENAGIQPLDEQEEGEEEEKEEKSQNDGRILGDFATWRDHLLELRLWERMFSNFWMEALCEIIES
YVRKKCTGNFENEYLPELREWESAVVHTWIDTCILNNDTEARQRARRQAHFSLMKSLADLRISEMFPIIAGYDETEPALI
DLRECMKVTNQRDQLVASLQKVVDTRLLHPGANTADIITLYISAIKALRLLDPSQVVLHQICDGIQWYLREREDTVRCVV
KSLTEEEGQSDLIGEIGSGPKIDDDRASDDEPDAGEDPEKWEPDPVEAKEHTGRWRNSDIISNLVGIYGSKELFVSEYRV
LLADRLLSALDYEIDKETRTVELLKLRFGEASLHYCEVMLKDVTDSRRINNNVHFTHKQKFDEEMPVHVTCISRLFWPQL
KDETFVLPEAIIKYIDRYNKGYTTLKAARRLDIKPHYGKVSLELTFEDRTLQVTVAPLAATIICLFETQATWTMDELAAK
IEATPSALRPHLAFWVSQGVLEESPAGTYTAMEIAGGAQKTRSRPVYAAEEEGSPAGKQRNEDMQMYMQFITGMLTNLGS
LPADRIHTMLGMFAGGSLPSQQQLKSYLDQQVANDVLEYSMGEYRLKQ*HDIAPYLENFRSAI*MI*IYNTTDNCGEGNE
NMSSCDVIVEALAVHING*HS**VHVFIIIIIIMIIEIYHDGFV*VAEYGHYE*TSMHTAAQ*LAGVKF*SSA       
>Apar_comp17682_c0_seq2_fr6                                                     
DGQKLGP*R*HKRILRMERSCTRRGRICTAKRDARGFFILFPSTYIYVLFSC*KN*VG*EEYCEVELQHRS*LCIEPRGD
CAMASPGADLSTAWTGAVQLLQPDIDQGPLENGTHATLSSYVHAVKSAGMLALLQAWYEDTYQSFLLQKLLPDFLSAFQA
QVAQMAEETIERELSTDGMLVSFSGLSCAKARDEQARQMLELPQNMFLQDQLSTYELPPSAHLTLPKYFMHVAEAHRRRA
EENAGIQPLDEQEEGEEEEKEEKSQNDGRILGDFATWRDHLLELRLWERMFSNFWMEALCEIIESYVRKKCTGNFENEYL
PELREWESAVVHTWIDTCILNNDTEARQRARRQAHFSLMKSLADLRISEMFPIIAGYDETEPALIDLRECMKVTNQRDQL
VASLQKVVDTRLLHPGANTADIITLYISAIKALRLLDPSQVVLHQICDGIQWYLREREDTVRCVVKSLTEEEGQSDLIGE



IGSGPKIDDDRASDDEPDAGEDPEKWEPDPVEAKEHTGRWRNSDIISNLVGIYGSKELFVSEYRVLLADRLLSALDYEID
KETRTVELLKLRFGEASLHYCEVMLKDVTDSRRINNNVHFTHKQKFDEEMPVHVTCISRLFWPQLKDETFVLPEAIIKYI
DRYNKGYTTLKAARRLDIKPHYGKVSLELTFEDRTLQVTVAPLAATIICLFETQATWTMDELAAKIEATPSALRPHLAFW
VSQGVLEESPAGTYTAMEIAGGAQKTRSRPVYAAEEEGSPAGKQRNEDMQMYMQFITGMLTNLGSLPADRIHTMLGMFAG
GSLPSQQQLKSYLDQQVANDVLEYSMGEYRLKQ*HDIAPYLENFRSAI*MI*IYNTTDNCGEGNENMSSCDVIVEALAVH
ING*HS**VHVFIIIIIIMIIEIYHDGFV*VAEYGHYE*TSMHTAAQ*LAGVKF*SSA                      
>Apar_comp18734_c0_seq1_fr6                                                     
KL*QRGCGCSRVHGKNYCRLW*KWKAKTASV*MFCRCGFSS*DLGHPPTASPCYTLKQKKKRRGVAW*ERWGLETNRAG*
GGGKGRRECRW*GCEGPGLAENARMNARTQDPKALWATIEAGVTRMVERLEDGLSPTEYMEFYTAVYNYCTVQSNPPSYG
VGGSAGTSQTNMAGVELYKQLKVYLDRRLNAVLKEMDGLMQESLLEVYVEQWEKFARSVKCVNGAFTYLNRHWVKREKEE
GNPVHEVHTLCFVTWRDIVFQTLQTKLTSAMLELIRRERNGDTINNSLLKGTVSCYVALGIADGPEKSSNLGIYEHAFQK
DFLESTELYYKAESDSFISNNSVSEYMKKVERRLEEEEHRVLASLHDTTREPLMERLDQVLIIKHFDVIKAEFGKLLALE
KNEDLARMYKLLARTKEKLDEVKNVLEEHVCNTGMQAIERVAQGAAEDPKMYVDTLLEIHTKYDRLVQVAFAKDSKFVSA
LDKACRKFVNENAVTKHFKTAQKSPELVARYCDMLLKKSAKNPEENELEELLNKILVVFKYIEDKDVFQKYYSKMLAKRL
VGATSVSDDMEASMISKLKITCGYEYVSKLQRMVQDIDVSKSLNERFQQHLASSNLDRKGMDFEIKVLSTASWPLNSPVT
PFNLPTELEKWVERFKLFYATQHNGRKLTWLYHNSKGEVTTTYLKAKYTIQASTYQMGILLLYNNQKEYTWSELQTHTGL
NDSHVDGIMEIMVKAKILLSDCDSEASFTPATKFTLNEGYKNKRLKVNINAPIKSEIKQEQEEAKTNIDEDRKIVIQAAV
VRIMKMRKNLNHTTLITEVIEQLQGRFSPKVPLIKKCIDILIEKEYLARQEGQKDMYVYMA*LGICWDCVGFSMLQNHFS
PRDFTRVAHSCFQFPFQLHIFAGPFPPLHINDMQVGQFESCFMTYSYFFYRFITVCT*EISTLHVKLCSFHTWMYLGSVF
CSVSKHPTMLLQPWRLCMIICTYMP*QQERKRIQVIHMTLIEVKMQTSP*KKKKK                         
>Apar_comp23688_c1_seq1_fr6                                                     
SFQKLEMSRNVVLVGL*MKHKISMEKY*VWRVGAANEVAASIGRGHFQFGHFSFPPADGVMFKVKGSFLSYMPVFSEA*G
NSFFCAWCTLIT*WYARERKRDRHSLGLHGALF*PEQQEGT*EHTH*TGRNFNEEGQRMKMLAISLDDYREVYWPKLLQR
LELILAREPGSRAASFSHEEAYRMVYNVCCQSHHRSLYSDLKNTVSLYLRQVAETVASTPDDQFLPCYAAYVEHYMACID
VLCPVFLYLERTYLQAKLQTSLHYELALLFRECVMGHPLLRSRLSVLMRTIADTSPWAELPGLDVAFRSMHALDPGFAQQ
YPILLARFLSSNNMAGAGVGSAGRWGLARQKREGEEMDMYDQGRNSKRALLDSQPHLGVSVIMD*ISENWGQGGSKLKGM
NYLENEFECKRRFGLDVHTRFRLPDT*DS*TSLE*DLHAIMLGKGRHNLQERICVQKGMNTEFGACVYDCGCRRALGKLL
*MNQYLA*EM*LDIIHMYASCAVVHVNGRRKTLSECFSFT*FLVMPVQ*FRTRFAWLLFYLTHIITLEFLMIFFNFFPT*
TQSLLYVAVMATVDTFLPVLTIYIMRCLPDLKSGIWRGPKAIL*GIKNHRNVA*LFL*HQNR*IFLRY**KSLK*LYI**
*EN*NIVP*SWAREGVRTRGFEIKRKKPAF*ESTVNTLG*MT                                      
>Apar_comp23739_c0_seq1_fr6                                                     
DELRERGTEGLHSMCDCLGQHLRTVGKALVTSEEAGKDPNKYVGDLLALKDTYDTLLKGAFASDPKFTQTLSAAFTQFIN
LNSKSPEFMSLFIDGQLKKGAKGASEDDMDGLLERTIMLFRYLEDKDVFERYYKNHLAKRLLQQRSASDDAERSMISKLR
VECGNLFTSKLEGMFKDMAISRDTMQQFRTHLADRSHTLPVDLSVQVLTTTYWPVHSEPATAILPPPLLDACKSFETYYL
GAHNGRKLTWQLQMGMADLRGQFDKAYVLSMSTYQMLVLLLFNDLGPADTLALEVIAERTGIPNGALRRALQSLACGKIK
VLAKMPKGKDVNDGDTFAINTQFTSKNIRVKIPMVAQRETEKESQDTRHRVDDDRKHVIEACVVRIMKARKTMDHNNLVA
EVTAQLQGRFLPNPQVIKQRIENLIEKEYLERNKDDRKRYHYKA*RRTT*CGAAGQLPCTYLHSAAGWPRGHPGQ*TNTV
CTHMHPQSGQ*TNTRTVCTHMQSPEWQVNKH*Y*                                              
>Contig1933_Corallo_2_fr2                                                       
YDWRPGIRKLCNLVDSQYGS*ARTSVYKMSLKPKHIDVAQFEKRWESMEKDLSSIIELNGVQKIRWFDVYQDIYDLCTAH
PNPHQERVYKKLKKFIQDHVNNIRERIDAQQSDILSVYHQEWERFLRGSMYLDQIFGYVNKHYVMVKKQDEKVSAYSSQK
DNLMECGALALYTWKTQLLYAIKERLLSATLRYIEMDRDGKDVPSTMVRSVVSSYVKLNRYLTNHEFDLYNDEFERPFLT
ATADYYRRESTSFIEKHDIISYMKKAEQRLHEEDVRATKFIEPTSHRKVMKVCETEMIEEHSETMRQDFLGMIKREENDN
LRRLIVLLKRIDHGIDPLLVAFQQYVTEIGQQKIRGLGDQAYEPRNYVDALLEVHSKYTGMVDTALGNDPGLVAAIDKAC
RTVINDSLDKEKPLKSPELLAKYCDQLLRKGSKHGMDHDQIEEALGQLVKVFKYVDDKDIFQKFYSKLLAKRLIAGLSVS
DEAEERMISLLKQACGYEYTSKLQRMFTDMSVSSDVTNEFNDFVSDQGVQLGFNFSVSVLQTGAWPLAQASAADFKIPSA
LQQCVQLFNEFYNKKYNGRKISWLHHLSKGEIRANFAAKRYDFQVTNYQMGILLMYNDGLSYRKSVIRDTLQLEGSELDR
SLTSLLDVKLLVVDEKGTEADPMYNLNLQFNNKRTKIKITTAQLVETKKENKATHQAVEQDRKLAIQAAIVRIMKTRKEA
THKQLIQEVSEQLMSRFTPNIPMIKKCIEDLIEKAYLERVEDGRDRYRYLA*ILEEHRSNRIPNKFIH*RVSPSKRAI  
>Contig6597_Corallo_2_fr2                                                       
IRKRLLHPGIDTERIAVMYIRNIKVLRLIDPTAALVDTVCEDIRRYLRRRDDTVRCIVRMITDENAARDIFGQDDDDEGD
EEDRADMQGSKDYADVNRLSINTWHKWNPLLPEALSKLKQQHFAGIPLRDRRMAHTGEMLGMLLGIYGTRENFVGEYRSL
LAERLLESMDMDTDREVRSLEMLKVHLGENNMQYCDVMLKDMVESRRMRQNICSHFQRTSRECSIDVSKMSMAILSHLFW
PTFRRDTMNLPVTIYRTMQVYEQGFKRQKPNRSLQFKPTVGMVELEVTLPDRQPKSFTVPVATAAILYMFQDANDEEVTA
AVDEMKRAESEDNVKDGITSRTGVTAATSKPEWTTQELSQTLGLAEATVRKRIAYWTRLEILKEYAPNRFCTAERESELR
RAMTIDATVGAMNEPSQSISAAEHDEDDDADDHGGALSSVRENQQEQLNLMWMFAQGMLRNLGPQSVDRLWNMVSMYVQN
SDTPVHCTQADFRQFLDVKVRQDELQVSGGLYSLGD*RVYFREA*RTLKR                              
>Contig291_Corallo_2_fr4                                                        
YIHGFKEAS*KIEKTKVTGIDHWTEF*TEHGASRDCNGTFRLFRRGTL*RTGCHSQQPSINYSWDIIPCSTYSIDPADMV
PAQPMAHEAMSLFDNGQNKYIYAKTSSREGNATWLKEIEPDLRSLFEDNKTGMSRATYMNVYTIIYSLCTNNASQKQPQD
SNQGAIFGGEEVYRSLSEFLKEHLQGIEKQAASLQDEGLLRYFNTEWNRYLSAAKCANHLFNYLNRHWIKRKKDELEPVY
FINTLCLVLWREEVFRPLADRISRALRMLIKNERDGETIDTSLVSQAVQCLVMIGANDDGGSASRNDERPLSIYRVIFEQ



ELLEETRKYYEAERDDFIDSNPVTEYMKKVEARLEEEQRRVQILLHPSTEEKLLKACKDVLISERIEKFYDEFKVLLEND
MNTDLARMYSL                                                                     
>Contig3074_Corallo_2_fr4                                                       
KVLKFLFGKNPPEIMSMYRRHLLCCVRKSGKFDGP*DGLMSPSTTRMSNFQPPRRRLGKMAVNVTANIPQINPQHATSNW
ELLRKAIKEIQLKNPSKLSFEELYRYAYTIVLNKKGNVLYEGLQDVIREHLQQEAKKVEANLDDNTTLIRTLETVWKDHT
TAMRMIQDILMYFERAHIRKQEMLTAKELGLKIFREEVTSKSPIREQTREAMLDHIQRERLGEPMDHSTLRSIVQMLLHL
GINSRYYYEAEFELYYLERSQQHFHSESIRYIEENDVSSYLKKVENRLKEESDRVMQCLDVGTEDKVVRVVETEMIANHL
DRLLSPENSGLSYMLKNYQHDDVARMHGLLKRVDGGITRMLEVFSEYVISTGRGIVAIGQSSDMDPNEEGSSTPLSLTPK
DAIKYIGDILDFKSQTDDILEKGFDGDLTFQKNLHAAYRNVLALNQRLPEYLNMYIDDLLRKGSKLSIDEDLESLVEKCL
VIHRFLGEKDIFERYYKDHLSRRLLQDKVTNEDLEHLMISRLNTESSYAFTNKLEGMFKDIAVSNDLTDAFKRRTATTSP
FDFSVKILTMGCWPNTMQPPCTLPKEFQDALTSFENYYYNQHSGRKLSWQTNLGSVVIRCLVGLRWYELTLSTHQAVLLL
NFAGDEQLTPAELCRKTGLTQREVTGTLKAFCAGKHRLLKRVDVDGTTKYTFNTDFQSKVIKIRIPRMRDREAADADRQD
TRKKVDEDRKLTIQASIVRVMKARKHMEHSGLISEVAAQLQSRFKPDLSLIKREIEVLIDKEYLERDENNRRFYKYVA*I
PSYFSVVVT*YIV*FN*                                                               
>Contig606_Corallo_2_fr5                                                        
FRVPNGLNKCQESFQEHIIRQGNLAINANLENASTDEKKYINILLTTHRKYSELVQSAFNGDSSFVASLDKACRDFFNRN
EVTKKDATGYNTHKSPEMLAKYCDGLLRKSSKTNEEGDLEDALNDLMVIFQYMVDKDVFNKFYSKHLSARLINKMSASDD
AEESMISKLKVACGYEYVKKLQRMFQDVGTSRDLNTEFNGHLQRLEVKLDSAFEVQVLAAGSWPIGKQHTEFIPPPDLRR
ALERFEAFYNKKHSGRKLEWQYHRSKADIVARFNGMKYTITGWSYQTAILLMFNERDEITFDEIHQATKIQKPYLEKVIE
MLFRTKLLKGPEKLQDDSKIILNKDFKSKRIRINIAMALRHESKAESEETHRTIDQDRMHTVQAAIVRVMKTRKTMKHQQ
LIQEVIAQVSHHFKPNISVIKKQIDALLEKEYICRDEDSPGVYNYVA*TSRPRSVQSRFEIENPNRDTATMVTFSGSNVF
YVFEFCKGIVDLDSNDAQTVHQVFQRRDTIYGFCFSSLRCLFGLDFSTIRVGVRG*RFRSGHRVGKRMIVVVDLVQNVIQ
VKVCVVIFLNIAGRRLFILPGGD*SGSTKGHVPKVRSDLVDSIGDDRRDTRPHVGVLLLLLVVPVCAVVGSESLVLVPVG
IQSPELGQIVNAVSETTDRKILGEPWLQVPNLLLTVLVLAHPGHTHATNFRVTETQNERTRLALQEQVLCVLLADEAHNE
SSLPCCNQMALNDLFNAVEPFPEGEVAVLQRLLVELMPRANVIGPHSNLLTQVIQTVRFNFSAIYARKMFRQGGGQIVPC
DAVGNLPGHPGIDAEVVVPKNGGLSIRQLITVHNHNDGQGQRVERQRDVVGDGDRHAETHGELFFRHSLVALQITTSNLS
ETHVLEVRAQNLVALAVVHDRCVVENVTTVGQVLAIVARTGTSGNAVSCPTPLAAGTVGGNGSGNVPGGCAGQITGPQ*S
RKLHIQVAAVKALGHVSDFGKDGGGLIFIDHRSGDLWRVDGNVQYLTDEESTGRLELGLRLQYLRRLLIDQESPLNQLNE
NVQNKLAHDQDAILALGHGQLLHQHLHVPGLVLRAEHNLCELFEPGLVCGKHLVALFLSQSTQAHLFTELNGLVHHNVAL
QTRNQLNVLLQFAEQSVTELQTVLGLLAHTLLKLLVVLLQLLVVGLLFGHLLQNLLVLGSLLVLEDNIFLQLAELLNVIV
CIPSSALCGLNLVHNLLVVCGQDVLCASHGWSTLLENLLLALQGIRHDLDKAHGVIFAHLTVAGRNFFQPQTQQKAISRL
AGNLLQVLVHLLEELANLGCGLLLAVVTAGLDGLPVLFLKPFRKVVPQLDGE*VTVQFTHCRHLVHLRPGFSLGRHCVG*
DWQLDYLFLT*SFFLGLCVARFRYSNDSI*CGSTSDCPVHILTNGDRPEETFLAGCEPVVYR                  
>Contig3009_Corallo_2_fr6                                                       
LFCRILEKE*VGAHGQN*ERSRSL*ILVSINIIGILHRMAEVSPRGPFAKVGQLSDDPESRKRRRESLRVMNGLKMAKRQ
TNNNGPRKLVIKGLSNAPAISDDYAEKTWEKLTAAVSAVHQREPVGCSLEELYLGVENMCTHNKAEFIYEKLSNQLETHI
AGFREKLQVEMKADTDTFLSKLNSIWLEHIESMRMIRSIFLIMDRTYVLQQSKLLSTYDLGLKFFREHPFGVEEIQQRTI
RDLLALVCKERDGEDVERQLLKSVVRIFLSLRIYRDTLEPPLLKATNEYYENLANDRIQNLEVAEYLKEVDRRLNDETKR
TEFYLDMRTLRALRSAVENKMLKTHTDTLIKRGFEDLMNNKRYDILRLMYDLFGSVKAVPKLKEAFTEYLKKRGSIIVTV
EERDPTMVQDLLNLRKEMETAIKQAFASQSQFVQAMNTAFEHTINLRQNAPAQYIAKFIDEKLRSGLKELTDEELEQTLD
EVMVLFRFIHGKDMFESFYKNYLAKRLLLGRSASSDAEKSMLSKLKQECGASFTSKLEGMFKDIDVSKGIMASFNQTRGR
SLDGMELYVNVLTTGYWPTQQPQTLNLPAAMEKFRDTFTNFYLSKHGGHGGRQLTWTYQSDRCTLKARFPKGDKELQVSL
FQALILLQFNDRDTVSFKDLLSATGMEDKTLRTQLQSLACAKVRPLIKEPKGRDVEDDDVFHFNDKFENKHVKVKINQIQ
MKETKEEKENITEKVQQDRGLQVDAAIVRIMKMRKQLAHNNLIAEVYEQLKFPLKAIELKKRIESLIEREYLQRDAENSS
MYQYLA*TIIPCQIRYIKIFFDIRYQTT*L                                                  
>Spom_NP_001018806_1                                                            
MNDTDLSTFTGRSLLIDQLSSVTQGTPVLDFIDKLRIHFYTTIRQNLLKIDLKNICSLHDLTDQLSDFWLVYEQSVLESP
ILSPELDRILTCFRCLCRRYLPISVIESVLTEYLDQVLKVWLESKTNPCLDMEKFFQLCEKFKQLGLSSVLKERFVYVLQ
LHVGSLLTTRYAMSWEQSVYHEALEWIRTEFGVLVEHVFSLSNPAVLVQLDHLVSQILAHLRSDNILDIVLHYPNSLGAI
EDLRLVARQKQQRQYLTETFVKDCTSSILTASSDSSYILLFYVSTIRCFVALDPPGVLLDKAAKPIRSFLNEREDAYKCL
VSLLFVDGEKGLRSELSQIPTENIDSTTDRFDNYHWMPDPIDAAPDFKKPTDRDVVGSLISIFKSKEPLVKELQLLLADR
LLQLTDYHYEVEAKNIEFLKYRFGETVLQMCSVMLNDIENSRFIDQSIHMENYVSKGLHVTILSRLFWPTLSVRYFHLPG
PLKKELDAYAEEYRERKRKRELVFLPNLGSVELEIELEDRTLTLTVTPEQAAFISLFEETSTLHIEKAAELLDQPKEIVE
RHLKFWLHHRVLTDIGDDRYRVRETEAETATETVLDEIQGVSAVQSEAESSAAEMRVYWSFVVGMLTNLGALELERIHNM
LTMFIPPPNGYTRTQSELREFLALMIKEEKLEFTGGAYKLK                                       
>Spom_NP_594259_1                                                               
MTTLNTNDKDLPIVKKYDSLNGTWDFLKTGVSQIFERLDEGMTITKYMELYTAIHNYCADASKTITVDNFNDQTANVLGE
ALYNNLVLYLEEYLARLRKECISQTNHEEQLAAYAKYWTRFTTSARFINHLFGYLNRYWVKLKNRFTETLVYDIYTLCLV
SWHHHVFSHIRDSLLQNLLYMFTKKRLYEPTDMKYVEVCVDSITSLSFDKTDMTKPNLSSYKTFFETNFIENTKNFYAKE
SSEYLASHSITDYLKKAEIRLAEEEELVRLYLHESTLKPLLEATEDVLIAQHEEVLHNDFARMLDQNCSEDIIRMYRLMS
RTPNGLQPLRQTFEEFVKRSGFAAVAKIVPQVGGEADVDPKEYMEMLLSTYKASKELVNTAFHGDTDFTKSLDTAFRELV
NRNVVCQRSSSRSPELLAKYADSILRKSNKNVDIDDVEDCLSSIIIIFRYVEDKDVFQNFYTKLLAKRLVNGTSNSQDAE



SSMLSKLKEVCGFEYTSKLQRMFQDISLSQEITEAFWQLPQSRAGNIDFSALVLGTSFWPLSPNNVNFHLPEELVPLYEG
FQNYYYSCHNGRKLSWLFHLSKGEIKARINPQTNVTYVFQVSTYQMGVLLLYNHRDSYTYEELAKITGLSTDFLTGILNI
FLKAKVLLLGDNDKLGDPNSTYKINENFRMKKIRVQLNLPIRSEQKQESLETHKTIEEDRKLLLQSAIVRIMKARRTLKH
VVLVKETIDQIKSRFTPKVSDIKQCIDMLIEKEYLERQGRDEYIYLA                                 
>Spom_NP_594195_1                                                               
MPPEAKRIVVKGFDPRKSRQRQETYYVTMIDRLNMALQVVMAGLGLKTGYQELYSGVENLTRADQASRCFNILQHHMSSG
IQLLKDSAESFIQLEGTETDTNACTVVVGCWNKWLERVEIVQNIFYYMDKTFLSHHPDYPTIEELSLSLFREKLMAVKNI
QIPFLNSLLQSFENLHSSKSTDHAYLQDAMLMLHRTEMYSSVFVPMYLVMLSRFYDTESSQKIQELPLEEYLEYAMSSLE
REDAYVEKFDIVRDKKSIRETVQRCLITSHLDTLTKGISQFIEKRDAHSCKLLYALLQFNHETEYLIQPWSDCLVDVGFK
LVNDESKDDTLVQELLSFHKFLQVVVDESFLHDETLSYAMRKAFETFINGAKGSQREAPARLIAKYIDYLLRVGEQASGG
KPLKEVFSEILDLFRYIASKDIFEAYYKLDIAKRLLLNKSASAQNELMLLDMLKKTCGSQFTHSLEGMFRDVNISKEFTS
SFRHSKAAHNLHRDLYVNVLSQAYWPSYPESHIRLPDDMQQDLDCFEKFYLSKQVGKKISWYASLGHCIVKARFPLGNKE
LSISLFQACVLLQFNNCLGGEGISYQDLKKSTELSDIDLTRTLQSLSCARIRPLVMVPKSKKPSPDTMFYVNEKFTDKLY
RVKINQIYLKEERQENSDVQEQVVRDRQFELQASIVRVMKQKEKMKHDDLVQYVINNVKDRGIPLVSDVKTAIEKLLEKE
YLEREDNDIYTYVT                                                                  
>Tmel_XP_002839867                                                              
MPEKVSDQETQSQGKKRKQNLQSPRPSQGFSQRSITDFFGDSTLGLDVPTSRPSSPKRSRKNSEQPELPKDMSTPLNEQA
WRRISENRVADLNGLPPHPRDPPNPNTNIVATKPPRPAPFQPHAGAPRKLHIKNLRKPSKIDPDVYFNQTWGSLEAALAA
IFGSRKISASLEELYRGTENICRADRAGELYIRLKACCATYVGDYLKDSIIACNSWKDDAVKCVVSAWEKWNAQLGMIRS
VFLYLDRSYLLNNANPSLQPVEPTGLELFRHHIILAQEIETKFMDGIMALFERDRQQCSIDASLLTRAVRMVDSLDLYET
NFEPRFLAMSREYYDRLGILGATSNSLAEYLDECSQQLHKEALRCERYRLDPPTKRSMGLILEEGLLKNQLLILTDQGSI
EDLLQKQDHKSLATLYSLLDRIGEPSSYLRLAWEKHILTVGRSIIEDESRENEMVQRLLELKDSLDSFVRVPFKGDDTLA
YALRESFGTFLNARTKDRSEMVNSKPAEMIAKYVDALLRGGAKGTSTGTPGDEDARLAHSLEQVLDLFRFIQGKDVFEAF
YKRDLARRLLMDRSASRDAERSMITKLKTECGSGFTQNLESMFKDIEISREAISHFKTTRNRAGNSPNVDLNVLVLSQSA
WPTYDEVPVVIPLEMAQYLESYRNVYCEKHSGRKLMWRHALSHCVLRARFAPNVNKELVLSALQAVVLLLFNDAEFGTYL
SYQQIKGGTGLDDKQLIRTLQSLACAKYRVLQKETKGKDILPTDNFCVNRHFSAPKFRIKINQIQLKETKKEKEDTFERV
AQDRQYETQAAIIRIMKSRKKLRHNDLIQMTIDQTKNRGKLDVPEIKKQIERLIDKDYMERLPGGETWYQYVA       
>Tmel_XP_002839019                                                              
MQVINTLLTTYINAHFAGVWETPSKVGDDLNHWVEHVLGQLVLDVLFSSKPPNSSEGVGEDDIKRRKEDLESWKRIAVGR
LGRLRVGELFDVVVEWPESLGGVEDLKSYIISPQTRLHLTTTFTSALSTRLLHPAAATSDILRAYISLIRAFTVLDPRGV
LLDRVSRGIRRYLRERDDTVRVIVRGIMSESLPDGLEDAEDLSELAHELGKGIPATQQGGGLEELDYDDLSWVPDPVDAG
PEFRRSKGLDVVGSLISLWESREVWTKEVAAVLSSRLLGSDEWLFEREIRTIELLKLRLGETTMQGCEVMLKDIADSKRS
DAHIRAEEHLEIEGFPEIHTKILSRLFWPTMKEGGFQVPLEIKELQERYERGFENLKKKRKLTWLQTMGTVEVELELEDR
VVQFPDATTWQAAVIHQFDEEGLSDQWTIPQLADNLEMEESLVKKAVQFWQSRDILREGSNGVYAVIENLEELEANTPLH
TGVTAAEEEEEVTDEKKRERMIVEQFVVGMLTNGGAMPLERISVMLGLVPGGFSWGQEELREFLSRMKSEGKVEYEGGSW
RIPKT                                                                           
>Tmel_XP_002839000                                                              
MNRSRGKIRPPRRGLATDHVDFDEYWEVLAQSLREIYAKNASHLSFEEVYRNAYKLVLKKHGDRLYGNVKKLVGEHLQMV
AVNDRRTVGTKFLERLKFVWEDHQLCMGMMKEVLMYMDRVFCADHKIPSIYVSCMGLFRDHILRHPEYNIGNALNSVIMD
QIKMERDGDIINRATIRACVYMLEGLYETEEELEDQKVYLTSFEKNFILASEVFYQKEGEQLLRDCDAATYLRKVDKRLK
EEYSRCHDTLSVLTEPKIMKVVDQQLIDANINDVMEMEGSGLQFMLDNDRYEDLKLVYELISRVDSEKRSLKKKMCARLV
TMGKESSATIVSEEKVANNITLVAIRWVDEVLALKDKYENIWERSFDRDKGIQAAMTRAFTDFINDFDRSPEFISLFIDE
NLRKGLKGKTESEVDAVLDKALTLFRYIADKDVFERYYKKHLSRRLLMNRSVSHDAEKQMIGKFKMEVGFAFTGKFEGMF
KDMNISEEMTSEFKRLSQESDNNYKKGVELSVQILTSTFWPVGGGTSDHPCIFPLEIRAVRDSFTQYYLDRHSGRRLDWR
PDMGTADVRATFKGKRHELNVTTYGMVILMAFSELSSGGTLSFEEIQTITSIPEQDLVRNLQALAVAPKTRVLIKKPMSR
DIRLTDVFAVNEEFSSKFMRIRIGVVATNRAETEQERRDTDEKTERYRGATIEAALVRIMKQRKLISHTELVNEVLTQMA
SRFNPDLTMIKKRIESLMEREYMERAEGERQVYRYIA                                           
>Tmel_XP_002836006                                                              
MQPKAPNREDLGQTWSYLEAGVEKIMKNLQTGVDMTTYMGVYTAVHNFCTSQKAVNSSPQALHNSGAVHRGGAVAHLLGE
DLYKNLIGYLSKHLTALKDEASGHADEALLALYIRDWDRYTTAAKYINHLFRYLNRHWVKREMDEGKKNIYDVYTLHLVR
WRVDLFDHVQKYVMDGVLKLVEKQRNGETIETAMVKSIVDSFVSLGLDESDSSKSTLDVYRQFFEKPFLEATTAYYQMES
KQFVAENSVVEYMKKAETRLAEEEGRVQMYLHPDIYGPLMKTCQKVLIQEHAPLLREEFQVLLDNDRQSDLQRMYNLLSR
IPDGLEPLRTKFEAHVRRAGTSAVDKIADEGGDNLDPKVYVDALLEVHTQYQNLVNVAFKGEAEFVRSLDNACREFVNRN
KVCKSASTKSPELLAKYADSLLRKSAKSAEESDLENKLTAIMTVFKYVEDKDVFQKFYSKMLAKRLVNFTSASDDAETSM
IGKLKEACGFEYTNKLQRMFQDMQISKDLNDNYKAWLEGKGESASNGVDFSCQVLGTSFWPLNPPTTPFNIPEVIVQTYT
RFVEFYNGKHNGRKLTWLWHLCKGELKASYCKATKTPYTFQVSTYQMAMLLLFNDATKISYEEFEKSTGLSKEYMEPALA
VFLKAKVLTISPPGSKIGPGTQYSLNFDFKSKKIRVNLNMAVRAEQKQEVEETHKTIEEDRKLLMQSAIVRIMKARKVLK
HVVLVQETIGQIKSRFTPKIPDIKKCIDILLEKEYLERLDGERLGYLA                                
>Ncra_246NCU00272                                                               
MPSNSTANPSELSRDNNNNNNNNNNNNNNNNNNNITTSHLHQHTPSSPPQATPTKRRFDDLNLKDKGAQQSHLHAAASST
TNTAAPNKRSRSELFAASSAVHPTTATTPPTMSAKLKGKRPASGPPEVIDLTQGSNNSAGSSPVATSSHSDIRGPPLSSS
HSTGRTSTAPLNPKGGGMATGKTPGGTNYLQTHIGARRLVVKNLRPVATQTQTEEAHYARIRGDLDTALRAIFSGHGAGA



GAGAGAAPALGGYSPSPGGPGGQSRSGAAGNNTTTGGQPMEKLYRGVEDICRRGKKESGELYEWLKDRCKGWLNSDEVLK
SLLAAAPSIASDMGGEEDVILLRAVLAAWKRWIAQLLVIRWIFSYLDRSYLLPGGSGTSAEGKGKSASGKREGPTSVNDM
GISAFRSAMYSSRSRNGANMLTIGARVVNAVCVLVMFDRLDDSRFDSQLLRESVAMLRLWGVYGKELEPKFINESREYVR
RFAEERSESCGLKDYIVACERLLNKESERCDVYNFDSTTKRQLKDDAHDILIFNYAEKLLDSGSVAKLLDANDLDSIKAL
YELLKLSGIQKRLKGPWEQYIRKAGAAIVSDTARGDEMIIRILQLRRALDVMVRDAFGRDEDFTYGLRDAFGFFINDKSV
SSSWNTGTSKVGEMIAKHIDMLLRGGLKTLPKALLSDVKDRQDAERSGIASTADEDAELDRQLDHSLELFRFIQGKDIFE
AFYKKDLARRLLMGRSASRDAERNMLAKLKNECGSSFTHNLEIMFKDQELAKDEIASYKTWLAGRGEDSPVANSELDLSV
NVLSAAAWPTYPDVRVLLPQNVLDHITTFDTYYKSKHTGRRLTWKHNLAHCVVKARFDRGPKELLVSAFQAIVLVLFNEA
EEKSPDGILSYEQLASATGMPDPELQRTLQSLACGKTRVLNKHPKGRDVNKTDTFSINKSFTDPKFRVKINQIQLKETKE
ENKETHERVAQDRQFETQAAIVRIMKSRKKMAHAQLVAEVINQTKQRGAVDAADIKANIEKLIEKDYIEREGGNYVYLA 
>Ncra_466NCU00512                                                               
MVVVMSSIRTLEAALRLYSHGFDLLVKGITQAKSAAAFGTPVVNVEILVNRFRRDIHALVGNSASQQLTKSLRAVLVRLV
GNILGIPSEDGDDDDARNFKSRRPAPPTDDDFKALAARQRLHELVEQLHNVGLAGERFQVLFAEVMNWMMSAFVCGAYAG
VWSATDRRSLSSVLNTVSKGTGSSVTSPCIISLMDWIENHFARLSFEVLSRISHGSVSPVTLSDLKTYQSLALGRLSTLR
IAELFDIVLAWPDSRGALDDLRATITTSARRLQLTSHFTQALKTRLLHPGCSTLEILQTYIDIIHTFHALDHSKVLLGHV
EPSLKLYLWQREDAVRIVVTGLLASPEEVRAARKAKEISKQQAEQKKAGKRSEASTRRGAGKGPVVTPTTTGRSSRTTST
TTRQRDDLHESSMRTPGTTPITGKSTGTGKLVELALLLNDPTKTRHTLVEDEELDWNDMNWVPDPVDAGANYKRPKSEDV
IGTLISALGSEDVFIKEFASIVAERLLSLSDPARFDQELRVLDLLKRRFGEAALQNCDVMIKDIEDSRRLDVDIRRAWDE
QRTLTAATPMMMSGHFLRSADKRKKAALQRQQQQEPTQYHARVLSRLFWPALDREHFLLPDPIIEEQKRYEQGYEHLKSN
RKLTWLNQLGTVRVELELRDRTVTVDCTTPQATVIYAFNDSDSDNGHGIEIDNKPPARRTVDELYTTLQMDEDLITSCLE
YWVSKSVLRRLRSPANTQGSHTYVVIESLSDPIVDDNDDQFFKDDDIFGNPTTSVPAQEGAQPAEDPKQESNKPAMDPKE
QERRTIYWQYIKGMLTNASASMPLAQMAMMMKMLIADGFPWTNEELGEFLAEKIAEGEMELVSGGKYRLVKK        
>Ncra_2229NCU02498                                                              
MASRTNKIRPIRKPITNRDQSEFEPCWALLRDAMTDIHLQNAGRLSFEQLYRASYKIVLRKKGALLYERVRDFEQEWFRD
HIMPNIAALITKNLINISLLQHPGSSSHERREMGEKFLRGIRDSWTDHNRSMNMIADVLMYLDRVYTLETKQPSLFAVTI
GLFRNNVLRSHIGAAAEDIEQDFVVFDILCAVILDLINMERDGDIINRNLVRKITAMLESLYETDDEIENHRLYLTLFEP
RYLEASTEFYRKECEKLVQEANCSTWLRHAQRRLNEERERCGTTLSIMTTDKIASVVEKELIEAKLDVFLAMEGSGLKPM
IDNDRLDDLSILYQLISRVDSTKSALKVILQRRVRELGLEIEKALKNTDFSVAGAAAGDGEDAGEAAEKAKPQTLNPAQQ
QTAAAIKWVDDVLQLKDKFDRILSDCFCDDLLLQSAITRSFSDFINSFNRSSEYVSLFIDDNLKRGIKTKTEAEVDAVLD
KAIVLLRYLTDRDMFERYYQKHLAKRLLHGKSEIHTEKEMVSRMKSEMGNHFTSKFEGMFKDMELSKDLTDNYRDHIASL
GDADYKMVDLNINVLTTNNWPPEVMGGGTSKGEGAKLDCFYPPEIKRLQESFYKYYLKDRSGRVLTWVSSAGNADIKCVF
PKVPGKETGPLSKERRYELNVSTYGMIVLMLFNDLVDGESLSFDEIQAKTNIPAPELMRTLASLSSVPKCRVLLKEPATK
NVKNTDKFSYNAQFVSKAIRIKAPVISSISKVEGDEERKETERKNDQTRAHVIDAAVVRIMKQRKLLAHTKLVNEVISQL
MGRFKPDVPLIKKRIEDLLAREYLERVEGDSSTYRYLA                                          
>Ncra_4621NCU05204                                                              
MPPATMMMGAYGQQPSGSDGIDSTWPYLQSSINKIMTNLQEGLDMSSYMGIYTAVHNFCTSQKANGGSSSPSNHLPGIGA
QRGAHLLGEDLYKKLANYLTDHLKHLVSEAEAHKDEALLAFYIREWQRYTNAAKYIHHLFKYLNRHWVKREMDEGKKNIY
DVYTLHLVQWRDVLFQAVSKKVMDAVLKLVERQRLGETIEYTQIKQVVDSFVSLGMDEGDNTKTTLEVYRYHFERPFLEA
TKVFYQNESKQFVAENSVVEYMKKAEARLAEEEERVRMYLHPDIALHLKRTCNQALIAEHSTLLREEFQALLDNNREDDM
RRMYSLLSRIPDGLEPLRTRFEAHVRKAGLAAVAKVAADADKLEPKVYVDALLEIHTQYQGLVERAFNKEPDFTRSLDNA
CKEFVNRNEVCKSGSNKSPELLAKYTDVLLRKSSTGVEEAELENTLTQIMTVFKYIQDKDVFQKFYSRMLARRLVHSNSN
SDDAETSMISKLKEACGFEYTNKLQRMFQDMQISKDLNTGFKEHVASLNMDGKPLDSTYSILGTGFWPLVPPNTSFVAPA
EISADCDRFTRFYKNKHEGRKLTWLWQLCKGDIKANYMKGAKMPYIFSVSAYQMAILLLFNEKDQYTFEELASITQLNAD
VLEGALGILVKAKVLTAEGGEGGKIGPGATFSLNYDFKNKKYRINLNVGMKSETKQEEAETNKTIEEDRKLLLQSAIVRI
MKARKKMKHQQLVSETINQIKARFMPKIGDIKKCIEILLDKEYLERLEDDELGYLA                        
>Scer_SCRT_00627                                                                
MSETLPRSDDLEATWNFIEPGINQILGNEKNQASTSKRVYKILSPTMYMEVYTAIYNYCVNKSRSSGHFSTDSRTGQSTI
LVGSEIYEKLKNYLKNYILNFKQSNSETFLQFYVKRWKRFTIGAIFLNHAFDYMNRYWVQKERSDGKRHIFDVNTLCLMT
WKEVMFDPNKDVLINELLDQVTLEREGQIIQRSNISTAIKSLVALGIDPQDLKKLNLNVYIQVFEKPFLKKTQEYYTQYT
NDYLEKHSVTEYIFEAHEIIKREEKAMTIYWDDHTKKPLSMALNKVLITDHIEKLENEFVVLLDARDIEKITSLYALIRR
DFTLIPRMASVFENYVKKTGENEISSLLAMHKHNIMKNENANPKKLALMTAHSLSPKDYIKKLLEVHDIFSKIFNESFPD
DIPLAKALDNACGAFININEFALPAGSPKSATSKTSEMLAKYSDILLKKATKPEVASDMSDEDIITIFKYLTDKDAFETH
YRRLFAKRLIHGTSTSAEDEENIIQRLQAANSMEYTGKITKMFQDIRLSKILEDDFAVALKNEPDYSKAKYPDLQPFVLA
ENMWPFSYQEVEFKLPKELVPSHEKLKESYSQKHNGRILKWLWPLCRGELKADIGKPGRMPFNFTVTLFQMAILLLYNDA
DVLTLENIQEGTSLTIQHIAAAMVPFIKFKLIQQVPPGLDALVKPETQFKLSRPYKALKTNINFASGVKNDILQSLSGGG
HDNHGNKLGNKRLTEDERIEKELNTERQIFLEACIVRIMKAKRNLPHTTLVNECIAQSHQRFNAKVSMVKRAIDSLIQKG
YLQRGDDGESYAYLA*                                                                
>Scer_SCRT_01005                                                                
MITNKKIKISVPEKLGLSGESFEESWETVKYAVDHIYSDDMAELSFEQVYKTIYTIVLNKKGPILYNRLKDYLIQKLALL
RETIVKDNTHDYEFLGTMARLWDVECHCFKITGDLMMYMDKVYCKPNRCMEVYDMCLDLFRIEILQKCSSSLISALISDI
ERIRNLGSVDSEHTSLWKVLIGMMETLHDNRDSFFLTDFEPVLITATEEYYNKAIDIELLTPIESLEKIRKLRQFESMLD
SSFLNVDSLNKLKTVLENVLIWGKLSDIIEDLTHEAMVISNGKLLQEIYDLSSEEKYRVTVIESIKSYINKNAINIPFNE



GNRKKGQNAITWSSEIVELYRSQHSFLESIDFGSVRLNNLTGDVSNAILGDVFSMYFSKEGALPSEYLSTYVDHCMKRTK
EKDAEIVKIKQDLLDSTKLIGLLTEKDIFEKIYKKQLSRRLLQQRSLVEIEKWMVQMIKKVLGTFFTSKLEIMLRDISLS
SEMYQAFQHSTTNSIEYLSFAPQVLTRTSWPFQSTNPIDEGISLPPRMSQILAGFEGYYSLKYKERVLKWAHHLSVIEIG
CQFNSGYYEISFSVYAGVIFLLFEDYEELTLGEIYELTHIPIDDVKSLVMSMSTIPRCKILKKSSSSGNMKFSVNYFFSS
PNRKVKVPVIACPLPSQKSDNLATASSVDTYDNEIVMELSAIIVRIMKTEGKLSHQQLLERTTKRTQSRLSLTPSIFKRS
IQLLIEKEYIQRNADDPSYYHYLS*                                                       
>Scer_SCRT_03625                                                                
MINESVSKREGFHESISRDTSASNALGLYNKFNDERNPRYRTMIAELHEFFHLTLAETITETDVKELECNKEKAAKFRKL
MPKMLNNCRELTQRKSYIPYNSEFNGNDEKQKKFQLLHQHQIVLSFQEFCDELAKLIIDAHVLSFLTRCDYSYEIIPKNW
TSFYKLFQYVMGAVGPIISYVPVNYPMIRKELGFETLTIFQYYDSKLFECMKSHFGREFSTLVSATIHHYIHMFPITNTM
LEKEVPMLRIMSNCNFSIEGLSPKDFYMKTLRQYYCEESNLRPRLETFKNFKVLLTRNALLASLFSPEWVSDANDLFISH
LLLNKKSISEYIEIGKDTYDEEKERYFKTETHFSLLMFRNAFEAKNMLSKFKEFCDDAVSEKLKAAYGSNHDTERLFDEV
VQLANVDHLKIYSDSIEYHLCNLLGSTSKAIEQYVKYFESHLFIIVRKIKTTKKDLPRDMKIKYLNENLPILRLKFVNLP
TFPNFFERSIFRKTILQSDQNSSFIKDILPVYKDSLMELFKQRIITNVSQEDEMRYRDQYQPYLSQFFQPVEVMADLRIK
YASFLSFYENIEAAVKFGKTYNENNSKSFFPLIFDRERIPKVFQQSNEVKKNFVLPQEMDDTWNQFLRNYHEQNKVEDSD
ASKKELYPMWNLHHCEVESPYIIQDGTNLIFELTLFQTCVLTLFNESDHLTLQVISEQTKLAYKDLALVLKSFCNYKILT
RDIDNTYSINESFKPDMKKVKNGKLRVVLPRTASLQSSNTGGERTSSAHHEGSNSQWTQELLKACITRSVKSERNGLDYD
HLFETVKQQIKGFSVGEFKDALAKLLRDKFITRDESTATYKY*                                     
>Scer_SCRT_05107                                                                
MSFQITPTRDLKVITDELQTLSSYIFHTNIVDDLNSLLTWMSPNDAKSNHQLRPPSLRIKNIIKVLFPNNATTSPYSMIN
TSQANNSIVNEGNTNKELQLQLFSTLKEFYIFQVRYHFFLHFNNINYLKDIQRWENYYEFPLRYVPIFDVNVNDWALELN
SLRHYLLNRNIKFKNNLRTRLDKLIMDDDFDLADNLIQWLKSANGSLSSTELIVNALYSKINKFCEDNMSRVWNKRFMVM
ETFNKFINQYWSQFSKLVGCPEDDHELTTTVFNCFESKFLRIRTNEIFDICVLAYPDSKVTLLELRKIMKDFKDYTNIVT
TFLSDFKKYILNPSVTTVDALLRYVKTIKAFLVLDPTGRCLHSITTFVKPYFQERKHLVNVLLYAMLDLPEEELKEKINF
NVDMKALLSLVDTLHDSDINQDTNITKRDKNKKSPFLWNLKVKGKRELNKDLPIRHAMLYEHILNYYIAWVPEPNDMIPG
NIKSSYIKTNLFEVLLDLFESREFFISEFRNLLTDRLFTLKFYTLDEKWTRCLKLIREKIVKFTETSHSNYITNGILGLL
ETTAPAADADQSNLNSIDVMLWDIKCSEELCRKMHEVAGLDPIIFPKFISLLYWKYNCDTQGSNDLAFHLPIDLERELQK
YSDIYSQLKPGRKLQLCKDKGKVEIQLAFKDGRKLVLDVSLEQCSVINQFDSPNDEPICLSLEQLSESLNIAPPRLTHLL
DFWIQKGVLLKENGTYSVIEHSEMDFDQAQKTAPMEIENSNYELHNDSEIERKYELTLQRSLPFIEGMLTNLGAMKLHKI
HSFLKITVPKDWGYNRITLQQLEGYLNTLADEGRLKYIANGSYEIVKNGHKNS*                          
>Cneo_XP_572139                                                                 
MHPAPADAHAQRPPKKIGPDTSIKDTWAKLAAAIREIQNHNASRLSFEEHYRYAYNLVLFKHGDQLYSGVKTLVVEHLDR
LAHDRIVPAFPRSGGTRGAGKLGGGAEAIERATEGDRFLKAVKGVWEDHTGSMRKLKDVLKYMASLDKVHAPTAGVPPVY
ELGLSLFLTHIIRQPTIHTHLISTLLSQVQLEREGFTITRSTVRECIDILLRLRVPEREGGGNVYQQDFEPEFLRRSGEW
YEYEAGEELVHGDASLYLSNVSRRLAEEHDRTIHYLSPSTLPHLESLLISSLLTPHLVTVLNMPGSGLVQMVDKDRYGDL
KRLYELFGKVPGDQGVAALKHAVAADIDLRGKAVNAGTADVDPNTANPKPTPPLTLALQWVHSILLLFDKYTLILASSFS
SSLALQSTINSSFQTVINAHPRAPEFLSLYIDETLKKGKGAKGVGIAGAGKGVTEEEMEEAKEKTIRIFRFLTDKDKFER
YYKNHLARRLLSGKSVGGDAEQEMVGRLKKEVGFQFTHRLEGMFTDMRLSDEAANIFGNDPRYNDIPFTLHVSVLTSSNW
PPSTLLSLPLTFPAPLLPALEHYQTFYDSRHSGRRLTWQGLLGSADLKVRTRKGQWEVNLSTIGMVVLLAFSDLKPGDVL
SYHELKAQTSLPDAELARTLQSLACGKHRLLVKHPKGREVEQGDTFEFNEAFSSPLARIKILQISSSSSAASTSTSSARG
VGVENAQEREETERQIEEERKHQVEACIVRIMKDRKTMRHNDLVSEVAHQLAKRFMASVPMIKKRIEGLIDREYLERTED
MGSYRYLA                                                                        
>Cneo_XP_572097                                                                 
MSSLVVFPSTTNAFTSYRPSVRAHVDFIKPGSGSQHSTGRIVKLELPSLVQPQATDQLEPLFKSIDAILAGQPTPLSYQH
ITAFCQTVVLQDRDAASQLSDKCTSSIDRYTEIIRRELKGGILAKDRNTLGKLCESWQVWTARTTLLSSLLVHLDKVYHS
SFSEPNILRSRAIAKFKSIVWQDSVIHAVIIDDIFRWLSEERQTGIPSSARPTILAVDKIAQTLQTFGELAIAYQDETHD
YYTSALRNAVSEIEQGKRKAGEYAPWFLAKMVEEENRVRECFHTFTLQLLARDLRKVGQSETTDKVIELAVEQAMSNDEA
KGFSELYHFSIETDKFASLVKSLENYLAKRVSTLISDPVNDPRMIDETLKLKRFAEKTVSNLFSEEDTEPLPADEDVKMI
SVEEKEEREKEKEAAKEKRQSVRMRMFELEEAVRSGFKTGMGSRQNAPAEWIAKHLDAAMRKGQGSGTEEQFNNHLDEIV
TLIGFTKDKDVFKAFYSSQLAKRLLLNKSASNDQEKTMVAKLQKELGEEFTSGDVMMKDLQLSETLVRSYQLAQSRGPAQ
YGETSNFTANVLTESAWPAYPLLKDGWNFHLTPSLQSSIDDFTSWYTTQHKNRVLSWRFQLATVTLTARFPSGRYEVGVS
LFQAVVLLLYNEIESLTFAEIKERTGIENNELVRTLQSLALGRKGTRVLLKKPSGKEVNPTDIFAWNKGFTSERIKFKIN
QIQQDMSAEESRKTNEQVALDRVSILEATIVRIMKSRKKLTLQLLIDGVVSDVSKRFPPDVKEIKKRVESLIEREFMARD
EEDRSILHYVA                                                                     
>Cneo_XP_568721                                                                 
MAALQAALLEWDINLPHLEQGRIAPAVEQVRKYIYPRNLHQVGSAKPQISPEVSHAFAIVKQYDMSKSIFDDFLDDVENN
FELVEYDVLAAIERLETPAEDDDDKLVLHTMSGLFERLATWQRSWGLPLRAFQDNIYVALFTRKFHHLLHSSFPPSFPDH
LLRFLHASLASLPEYLTNPPPQHDYLQSVRINYQKVLPPTPHLSRLGIFPRYAGSLSKVAHEEIERIAREEAGKGWGQRR
LGRARQRIGDGVANWLSGMFEGNEAVQGALRPMFSRFDYFLCKCFFDIRTDELFDIIIDFPDSMAALEDLKECLFKVDQR
LELVNKLNAANVKRLLHPGAETHVILNIYISTIRSLRILDPVGVLLHAVALPIREHLRKRPDTIKCIVEALVQGEELQDE
NEGGLIGEGDSEAEDFNDPKWEPEPADAAPEFRSGKTSDIVSTLVSIFGTKEVIVKELQNYLAGRLLQVKDYDVVHEVRT
IELLKLRFGESALAGCDVMVKDVADSKRIDGHVQEEKKSVVHPLVLSKVFWPNMPRSSLKLPSKLQKIHAEYESSFHIFK



PDKHLRFVPHLGTLSLTVTLSDRTVTVDATPLQASIMELFEKQDVWAVDQLVNKLAVGKGEVGKALGWWAERGVVKDEGA
KGWRLLEFAEEEFEGE                                                                
>Cneo_XP_568711                                                                 
MSAAEMNWVESTEAPARDADFETCWNFIAAGVKRIVVAHNNHFRSISDQYYGLLYNTINNCCTSPPIMEGDGATAQDEEP
KRPALLLYERLQYRFSDYCRPIAEELDSLPDDQLFQVYALRWGRYTATATHLDRLFSCFNGNWTRHQHIAKRDSVFTIGM
LARVTWKQHVYQHLVERGRDSLIYKALINQIEQYRKGQDVDTVMLEQAIDSHAYFGLIRPRVLGLAPHSPYLVSSGPTVA
T                                                                               
>Cneo_XP_568555                                                                 
MSASASGSSWTEPTKAQAPPKDADLKQAWAFLSVGVDHIMTRLSFGMSYSYYILLYTAIYNYCTQPGKTGLPSFSPQRGG
ASLQGADLHRSLHNWLSAHCKSMREEAEKLPDQELLKYYARQWDRYTRGALYVNKLFNYLNKHWVKREKDEGRKDVYQVY
TLALVSWKNNFFDHFTDNKGTSRLTQALLRQIQQQRNGEEVDSGLLKKVIDSYVSLGLDEADAQRQNLDTYRKHFQTQFL
EATDTYYRAESSAFVGSNSVADYMKKAEARLQEEADRVNLYLHDNTRNDLKTRCEKVLIEEHQAIMWDEFQTLLDSDRVD
DLARMYGLLSRVLNGLDPLREKFGQHVRRAGRAAVEKVLPAPGAVNEAGKAESLDPKAYVEALLEVHGKYTSMVEGPFRG
EMGFNRALDQACGDFCNSNAACTVSTKSPELLASYCDLLLRKSNKDSDAESLEASLSKAMIIFNFIDDKDVFHKFYQKKL
AQRLVGSLSASDDAESSMITKLKELSGFEYTNKLSKMFTDVNLSKDLMERFNEREREKGIASDIDFQPLVLGSNSWPLHP
QQTDFAIPREIQALYDRFNAFHGEVHQGRTLNWLWHISKNELRTTYLNQKYILMTSAYQMAILTQFNVSDTLSYKDIEAG
TKLSPTVLKPQLGLLVKLKILLNTNEEYSLNTGFKSKKIRVNLNQTIKSEARAEQKEVIAAVDEDRKFVYQATIVRLMKG
RKTMQHQALIQEVTAQISSKFTPKIPEIKKAIEYLIDKEYLERAPDSNNTYNYLA                         
>Ccin_CC1G_02840                                                                
MSLLLESFLDQIHQNFHLIDYEINEYMVRYESSQKVELIRMLVSRLLDWYKAWAPPPEFVSLLFTRIPQALTDSRLGPVV
ASSYTLTFQTRLFSGLPNSFTQGFKSLCTWCLAPENFPPSDTLAALSPNMAVVWRDFEVLGLIDRYESVIASVGYEFIEK
HVIEVCEGNWSKPMLEELRNWMSAKVVPWMLQIYARGATSTEEARSMLQGVGSRFDFHINKTLCDLRTREIFDIIIDFPD
SMCALQDLKECLQRVDQRGPLVTALRKANAKRLLHPGADTKLILTQYVATIKCLRIVDPPGVLLFKVADPIRRYLRERPD
TIRSIVASLVGDDDSGDSLLDDNEPIQPLQQLETEDYSDVMWEPEPVDAGPEFRTNKPSDIISTLVSIYDSKDLFVKELQ
VLLAQRLLAITDGDIARVERERKNIEILKIRFGEAALQVCEVMLRDMTDSKRIDTHIQAQAPSVVRPTIISKHFWPSLES
SDFTMPGQFQALQEKYSAEFTLFKPDKKLKWLPQLGTVHLELELEDRKLDLEVPPLEAALIELFSQKDTWTLEEMLGVIG
KVDRASAIKALATWVNMGVLKEAEENVFVLLEREEEGEPRELAVPAAPAAAPVAPVQSMQQQQAEKMRVYWKFIEGMLKN
LGSLPLDRIQTMLRLAPGYDQTIEQLGMFMEAARREGMVTSRDGMWRLQ*                              
>Ccin_CC1G_02887                                                                
MALVASLLELPKTSNGLETFGIGIQDNSNDGSASPRRKIARLDADSDIASRSKTKTTPSGPFVIRIIGEDIASKDQAEIR
RGLLGSVNRCVRHILTVGQDATALPMSYEKIYQDCRSIVTVHSAGSELYDYVKLDLEQAMSKLASHLLTFDAQEKVKWLS
FFAQNLKWFDGRITLLQSLLTYLDQVYVANHSLTKTTIHDLAYGLFADRIFSNPDIRDRLLSGLSSWLKYERDNVTRAEE
RPQIAELIKYLINHNQYRTFEEHYLEVTQFYYRRESKAKVESMRDNPKGFFNLIESRIKQEIERSRELLQVGTWSIALET
TETALLDGRVDFLSTSLVPLLLGESDIDTLGALYSRLNRVDALKPLAQAFKEYVQGEVKTIVTDTERDSEMVERLLDLNR
LAHKAIDQAFVKVSQPSQKPSTSATPVEPEKKPDQEFIYAMEDAFNRGFRFRRNKPAEMIAKYLDKQLRKGQKGMKDAEF
QAELSRVLPLYRFTEDKDVFRTFYHRMLSKRLLLGKSASTDIEKWMLKQLKDKYDPEFGTAEDMFKDLNLSRDLVEGFHR
KNDNPESLKLNVMVLQQSVWPFSRPQTDVDLPVEMQDQLIKFTEYYKDQHQGRTLHWDPALGTVSLRASFKAGVKELSVS
LYQAIILLLFNDQDDIPFKDIAEQTRIEDAELRRTLQSLACGKKRVLRKVPPGRDVEDGDVFKFNADFTDPHHRVHINTI
QAKVSAEESKRTNISIESDRIHTIDAAIVRIMKAKKELNYEQLKVATIDAVKNHFVPSVDLIKKSIDSLVDRDYLTRNEE
DMSKFVYVA*                                                                      
>Ccin_CC1G_03473                                                                
MAAPASLPMPPPSADLATTWRYLEDGVDHIMTKLQTGVSYTKYMSLYTVAYNYCTSSKMHGSDGSIGLQNRTGANLMGSD
LYNNLIRYFNGHLQGLRESAENLQDEALLRYYAAEWDRYTIGANYINRLFTYLNRHWVRRERDEGRKSVYPVYTLALVQW
RTQLFIPIQRKQKIVNALLRLIENQRNGDTIDQGLVKKVVDSFVSLGLDEADINKACLDIYREHFEVPFIDATETYYKHE
SEAFLGSNSVSDYLKKAEERLREEEDRVERYLNTSTRKALITKCEHVLIRDHSQLMWDSFQSLLDYDKDEDLQRMYALLS
RIPEGLEPLRKRFEEHVKKSGQDAVARLMGANNEALDPKEYVDALLAVHQKNADTVNRSFRGEAGFVASLDKACREFVNR
NGATGNSNSKSPELIAKHADLLLRKNNKVAEEGDLEGALNRVMILFKYIEDKDIFQQFYTTKLSKRLIHGVSASEESESS
MISKLKEACGFEYTNKLQRMFTGKQSPDMSLSKDLTDQFKTRMEQNHDDMDINFSIMVLGTNFWPLTAPQHEFIIPEEML
TTYDRFQKYYQTKHSGRKLTWLWNYCKNELRTNYTNQKYILMTSTFQTAILTQYNRNDTLSLDELVTATSIPKDHLVQVL
ALLVKAKVLINEETDQYDLNPGFKSKKIRVNLNLPIKAETKAESKDVMKTVEEDRKYVIQATIVRIMKARKTMKNQALLD
EVISQISQRFTPKVPDIKKAIDTLLEKDYIERVEGTRDTFAYLA*                                   
>Ccin_CC1G_03743                                                                
MPAIPNLASGSANPATSASALWAYIKPALDHIVKSPSNDPNGKAPAIDVVLYSGIHSACYNYFTAQSEAASVGASSRGKA
PANGSDIYENLDRYFQEVCQEIALGVPDDDSTLVHYLIPAFNRFSAGAQSANRLLNYINRHYVKRAVDEDRGWLRLNDVL
ESVVKNITIEDTREKISTRLKEKRAEELKKWGYSEGDSGERLAYAEACSEAASGPDRIVPVVSLAHRRFRIEVFEPLLLA
PKTKGTSKAKHRIPKAVSTAAPYRPKGRLARAVQAVMTADDIEESERLQLITRLGHALQTVGVRPDHALRKRIDKYIASP
ESRPQKRNGSESS*                                                                  
>Ccin_CC1G_10644                                                                
MATTSPPVDTDFANMPPRTADLEETWAYLNGGVEHIMTNFELGLSFKGYTSLYSTVYNYCTSTKMHGKLDGNRTGANLVG
SDLYSKLSTYFVNHFKGMLEKAATLEDMDLLRYYASEWDRYTRGANYLNRLFTYLNRYWVKRERDEGKKGVYQVYTLALS
QWRNHFFMHIQKDNSKLSNAVLKLITQQRNGEIVDQGLIKKVVDSFVSLGLDNADPNKECLDIYKEQFEVAFLAATEAYY
KQESEAFLAAHSVSDYLKKAEDRLREEENRVERYLHNKTRKELVSKCEHVLIREHSELMWESFQSLLDFDKDEDLQRMYA



LLSRIPEGLEPLRKRFEGHVKAAGLSAIGRLIGEGGANVDSLDAKAYVDALLEVHHKNSETVARSFKSEAGFAASLDKAC
REFVNRNAATGSSSTKSPELIAKHADMLLRKNNKMAEEGDLEGALNRVMILFKYLEDKDVFQTFYTTKLSKRLIHGVSAS
DEAEASMISKLKEACGFEYTNKLQRMFTDMSLSKDLTDAFKERQQHAEDTDITFTVMVLGTNFWPLNPPTHEFIIPQEIT
PTYERFQRFYQNKHSGRKLTWLWNYSKNELRTNYTNQKYILMTSSYQMAVLMQYNRNDTLSLDELVAATSISKEILTQVL
AVLVKAKVLINEEPEQYDLNPGFKSKKIRVNLNLPIRAEVKAESSDVLKAVDEDRKYVIQATIVRIMKARKTMKNQALIQ
EVISQITQRFAPKIPDIKKAIETLLEKEYIERVEGSKDTFAYVA*                                   
>Ccin_CC1G_14444                                                                
MATAARRTGRPKIHGPEFSAEKTWNALSQNIREIQNHNAASLSFEENYRYAYNMVLYKEGDMLYRGVCNLIASNLDQLAE
QHIIPRFPAGSINDRLQRSQAGELLLKALREVWDDHVSNMTKLGQLLKYMDRIYTKNANVPETWDKGVELFLKHVIRSPI
KDHLVSGILDQVQCERDGHTINRSAVKGCVDVLLWLETGNSITVYKKELEPPFLKESEAFYKDESRHLLDTCDAPEYLQR
VEARFESEDSRIHHYLSPQTSAAIKQILQDHLLTPNLSAVISMPNSGLDVMIDANKLDDLSRLYRLFMQVPTGLPVLRKS
LRESIIRRGKELNDASLGAGTADAEGDGPREEKGKGKARPVNTVLPAVTWVQDVLALKDRFDQVWKEAFQSDRDLEAAIN
EAFESFVNAHGKAPEYTSLFIDDHLKRGLKGSHLAKRLLHGRSVNDDAERGMLAKLKLESGFQFTSKLEGMFNDIKLSND
AMVEYREYIQSRTVWSPSIIAVTGLIYFAKKAPAIELSVTVMTTTFWPISPPAVPCAVPDILAEACKSFEGFYFSRHSGR
RLTWSMALGNADVRTRFKTRTHDLNVSTYALIILLLFENLAESDFLTYEEIKEGTGIEEHELKRNLQSLACAKFRILKKH
PPGRDIHEEDSFSFNHDFSEKMQRIKISTISSKPETTRERQETNERIDEERKFQIEACIVRVMKDRKHLAHNALVNEVTK
QLSSRFHPDPLAIKRRIEGLIEKEYLERCEDRKSYNYLA*                                        
>Umay_XP_761710                                                                 
MSLAEALLSRAQTKRSALTDKALSNTADAAKGGLATFLAKAGDSSKNAVAFSVASSGARAPASIQITSFHPEKTLPPANY
ASLATAQLIRSVRLILVSTWRRPDTSAARQPLQQLYSTANVLVMYCSAEELDHLYDSVKIEIERAVGNWVATLHSSASIT
DLLQDKVGWLVELRSIWFEWSDNLALVRNILYSLDRYVLNRRTADGYYRSKSFVSHDDRISIRDLGLKEFGHHILKDATL
FRTFLKCIVGAIDGKRKLLLTYGKLHHDLLTMLGQLQAEDALDDAVSKATDVFYQAESTASIASLSPTEYVEYAWGRMSE
ERDRSQWALSTGTGQHKMIAAARKQLVTQHADTILAALPDLVTSGNCDGLDKMYQLANCSDRLADLRKAFAEFIKTHGAA
IVEDRERDDKMIEGLLAFKSSIDRVVHHSFGGDDDFVLAQKQGFEFCINKRETKVAELIAKYLDAKLRSGNKTMSDLELE
NSLDEALILFRYTQAKDMFEEFYKRHFAKRLLLNRSASSDAERSMLLKLKAECGPEFTAKLETMIKDVEVSKDLMDEYVR
FAAKQRKDEPSPKDDFDLSVSVLTQAHWPTYPNIDVALPVELAAAAERFAAFYQNRNSGRRLHWQHSLGTLTMTAKFEKA
GVKELHVSTFQAIILMLFNTLEPGQKLSYADIRTHTGLNDQELKRTLQSLACGLIPTRVLRKHPQGKEVNDDDHFTFNDN
FKNDRHRIRINQIQMKETAEEQKSTEQRVFLDRELILQAATVRVLKAKKTIKHSELITEVVDQIKNRFTVDVAEIKKEFE
ILIEKEYMERVEGQRGMYRYLA                                                          
>Umay_XP_760046                                                                 
MNREWLVELGLDSNPTLSHEWATESTRSSLSSPCPFSYRGHAEQLQQVGLASLCHHRLLHPDATLASANVLAIMNAPGSM
RRPGGTRGTKLKPPKKIGLDVSIEDMWLRLVHAISQIQNHNISKLSYEEHYRYAYNLVLYQQGDMLYHGVKKQVQQHLDK
LCREKIVPAFPPGGAASVSAGIILPESLLNRSQASSSSISRINPDPSTSSSSKGKARAIDSDPSSFADADTDATPAVSAA
SAAAASVSMSATQAGDHADAVARTQAGERLMTAIRDTWLDHRSCMSKLSEVLKYVDRVYVENHKVPSINRLGLEMFRDCV
IRSSKYPIQIYLYSTLLTHIQIEREGSAISRSLLKSNIDMLSDLTQPKSGAPTSQDASVYSSDFEPALLQTSAAFYSAEA
DRWLDAGDAARYLAHVARRLQEEADRVAVYLKPETHKPLQHLLETNFLGKHLSTIINMPGSGLVAMLDEERNEDLARLYT
LFSKVSGGDTTLRLALKSYIGAKGKLINDAVTSQTPAQAASTNPSQGQDDASGSGCKGRVKEKAGGDVDASTPQAATAIR
WVEEVLEFKNKFDSILQVALANDTGCETAINEAFESFINTNKRAPEFISLFIDENLKKGLKGKTEVEVEEMLRKTISVFR
FLHEKDTFERYYKQHLAKRLLQGRSVSDDAERGMMAKLKIESGHGYVAKLQGMLNDMKTSEETVEEFNRSVKNSARGMRF
GVSVNVLTSTNWPISAQPPSCTMPEMLMEARRRFEEFYQSKHNGRVLTWHANLGNADIRVAFNSRTHEINVSTFALVVLL
LFEEVPDPQQDSERQGGREGGQVLFQLGLYMSTGAIQDPASGSASGNEQGEARDKCET                      
>Umay_XP_759373                                                                 
MSLTQAWQHALHSLTRHHKQPSARTSCSILLPSLHAYTVLMQYLEPVAPLDCRFYSFEADSFILDAEASNALHELHASDV
SVPSSSKTNLSSPSPSLIALSHHYIDRCLQRIRKVALECGVTTAHEQGTGFSTLGDDLPCTLVTISHWFRAWLSPYSEGS
IFESLSSDRNRLLKPLQAYVRSCFDARAADALRSHLEHLVSDQNDTDLHATFVAHINTAGLTQPALILLTRVVHLEISRK
VRAVIGAEDVRPQDSVLPLDYAARRVLQQWLDDEVKPRFAAIRQMCRQQHVSSVLDEEMPDVDSADQSTWQTRLDYQLDK
ALCLTRAAQLFDLVALYPESSAALDDLRLSLNNADQRLSVAKTLSQSLHMRLLHPGAHTRDIIQMYVHLVRSLREVDPTG
VVLSRVVSPLRRYLRARKDTVLVIVASMLGDDPDFTLLKDELERADQEEQHQESQSENKRRRRPRRSLQTSTAAAATRSG
NPSGKRRFANSRRAANSSHASDSDASSEEDWDDPAWVPKPVEAGSGYRMSTSKDIVSMLTSIFDDRSGFIAALEKSMADQ
LVQVKGYKAMREYRNNMILKKRFGEKNMGKCDVMLGDVTESRRIDSEVHQRRRLAAPASTSAVQGMVSRLHPLIISRQFW
PENTTKPNSGVRQTAANPGGVQMGTPAPVTEFTLPPLFLQAQEEYSKTYRQSKAMRKLHWLNHLGSVELDVQLDSGQTIS
VECSLIQASTLEVISRCKTRTASAEDASPTTGANLVTLSDVMEQLNLQREKDARDALDYWVRVGLLKQAGVADAFIVQSS
LAVPAEARDDEPL                                                                   
>Umay_XP_757234                                                                 
MSGSGFTSSGPSATAAGGSRLPAVHDANATWAFLEPGIDLMMTRLKEGMTYPRYMELYTVAYNHFTSSSLASSSTALGRS
SGPFGSKGGTALVGAELYNHLTVYFRTHLEQVRTDSDGLSEEALLRYYATEWDRYTTGANFVHRLFAYLNRYWVKREKDE
GHKYVYTVYILALVQWKEHMFRYIQQKGRLVQALLKQIEKQRNGEIIEASLVKKVVDSLVSLGLDESDTNRQNLDVYRQE
FEKPFIEATEIYYITESDAFVSQNAATDYMKKAETRLKEEEDRVELYLHASTRTKLVPTCDNVLVRRHSAMLWDEFQELL
DSDQADDLYRIYTLLSRIPEGLEPLRRKFEEHVKRVGHSAVEKVMGGGDVGSADTGAATNGAAGSSAATAAAPAASDSLD
PGAYVSALLKTHQSNLNTVNVAFRGEAGFLAALDKACRDFANRNKATGASTSKSPELLAKHADALLKKSNKATAENSLEE
ALADVMVVFKYIEDKDVFQKFYSKMLAKRLVNFASASDDAEASMISRLKEVCGVEYTKKLQTMFTDMGLSKELNDHFKDT
MANHYDKTELDVDFYSLVLGRSSWPLQAPTTEFSIPTELLPTYERFQRYYSVKHQGRKLIWLWQLSKNEVKTNYLSQKLQ



FQTSTFQTAVLLQFNTNDSLTKTQLQQATGLNDATIKPVLGMLSKAKVLVTSSSDPEAYELNANFKSKKLRVNLNLPVKA
EQKAESNDVLKTIDEDRRLLLQATIVRVMKSRKQLKHQALIQETVAQVSGRFNPRVSDIKKAIDQLIDKEYLERLEGSKD
TYSYLA                                                                          
>Mver_MVEG_01468                                                                
MAYSLLSRIEDGIEPLLEIFEKYITTVGRDIILGLGASISKDPREYVEKLIDLHSKYLQMCLKVFANDAAFVAAVDKAFR
TVVNDTATNSAARSPEVMARYTDTLLRKKQKTGLTEAEIEDRLTRVVILFKYIDDKDLFQKFYSRVLAKRLIFDSSLSAE
AEANMISRLKSACGVEYTSKLQRMFTDMTISNDLNAGFKEWLSMNDLSNGLDFGILVLTAGSWPVNSTQPLEFQCPDELE
KSITNFTTYYDSRHSGRKLSWFWHWCRADVRVNFLDKRYELSLSLYQFAVLAVFNAGDSFTVHEIRSQIKLVEFELIRVV
KSLVEAGLLTTTATNMDLNSVIKLNFGFSNKRTKLKISGGLQADTPQETTATLKAVDEDRRLCIQASIVRIMKSRRVLSH
VQLVQEVIEQCKTRFSPNVPMIKKCIEQLLDKQYIERADDSLDRYIYVT*                              
>Mver_MVEG_01469                                                                
MSLRRKRIDFNAAFEQFKSDMYKMFDFSGTSNSVSGMGMHQLVYDICNSIPKPFPEKLYCAIADFLVEYTIGVRKAILSH
DEVVPTYAMYWKQYSIASYYLNMACEYLNGHITKQKKTGAIGVHPFVGQSNYPRQDIQALAHQIWREQIVVEIKLRKQNR
IMYQIFETIRQDREGRQVNYSVVQEAILSLVALNSKTDQPLELYIDEFETPYIAQTKAYYKMESNIKLSSCTISQYMRSA
IDRLAQEVSRNSRYCHPTSHARVIQECETQYISEHQTNIQSEFERMIANERTEGKRVPLK*                   
>Mver_MVEG_01966                                                                
MATLPGRRPIRGKIRPPTKKAAAESLFDTSWPELASAMTTIQQQKTNTLSFEEVYRLGYNMVIHKYGEKLYLGIQGLIDK
HLKTEAENKIVPLLGIADASPAEGVELLKAIQKVWMHHITCMKMFKDTLLHLDKSYVPQTRLPATYDMGLYIFRDSIIRS
STHPIQAHLQLVLLNQITQERKGDVIDRGAVKASTDMLLEMKENNGTDAVYVADFETLFVETSREFYRLESEDLVRRFDP
PDYMKKVENRLDEEKLRCNHYLTARTEPKIRLIVEDEMIAKHLKTIMEMENWGLKQLLINHRLQDLDRMYRLFLRVPDGA
KELQNGVAAYINECGKASNAGVKASTQESLEKGAVPGVTVALRWVQEVLDLKDKFDKVLVLSFAKDKAFETAINAAFERF
INLNTKAPEFMSLFIDNKLKKEFKGKTDDEVDTILNKMTTLFRFLSDKDVFERYYKQHLSSRLLLGKSVSDEVERGMITK
LKIECGYQFTSKLEGMFTDMRLLADTTSSFKDFLENAVEPPPFDLHTTVLTSTFWPIATTPITCHFPESFLTAIKVFERF
YTSRHNGRKLSWHPTMGNVDLRATFNTKKHELNVSTMAAVVLLLFNNIPADEPLTYTAIREETKLPDDHLKRTLQSVACG
KFKILIKEPKSREIEDTDQFTFNAGFSEKLMRIKIQTIASKVETVAELKETKEKVDDARNHMAEAAIVRVMKNRKQLDHN
NLVAEVVAQLQVRFNPSPTMIKRRIEALIEREYLERAPGDRKLYNYMA*                               
>Mver_MVEG_05228                                                                
MSSSKALSSPPPHGSDIHATWTFLEQGIDQIMNRLEDGLTYKRYMEIYTVIYNYCTTKTTNDGMSASIQTRGATLGGSDL
YSHLMRYFHKHLDVIRKDSEKFMDVSLLEYYTKQWVKFTNASTYVHHLFTYLNRHWVKREIDEGRKTVHDVGTLALVSWK
DSLFSHVERNVMTAVLQLIERQRNGESVETGLLRNVVTSFVSLGLDENDSKKTTLEIYRDFFEKPFVSATEVYYKMESEK
FLSENSVTEYMKKAEARLAEEESRVQMYLHASTHKPLIQTCETVLVKGHTEIIWEEFQNLLNQDKQDDLFRMFSLLLRIP
EGLDPLRARFEAHVRKAGLSAIEKIATDAEALEPKVYVDALLEVHKKYNDLVQTAFRGEAGFVASLDKACREFVNRNKIC
KSSTSKSPEQLARYCDSLLRKSAKNPEESDLEDILNSIMTVFKYVEDKDVFQKFYSKMLAKRLVNGTSASDDAEASMISK
LKEACGFEYTSKLQRMFTDMGLSKELNDAFRDKMAQNHDASDNTVDFSILVLGTASWPLQAPSTSFNLPDDVVKTYERFQ
RFYQDKHSGRKLNWLFQLSKADLKTNYTKGNKTGYSFQVSTYQMGILLQYNSGLVYSLEDLQTQTNLNMDILTGALGILV
KAKVLLLETGENVGDAGTRYELNTEFKSKKIRVNLNLPLKAEQKVETEETHKTIEEDRKLLMQAAIVRIMKTRKVMKHGA
LMTEVITQLQTRFKPRVPDIKKCIDVLLEKEYIERVDGQKDTFSYVA*                                
>Mver_MVEG_08802                                                                
MNKNIAEQWRAGLGTINENSVSSKAGDDQAQSTNAFSREKTVFTRAMDPNSAIDPGARRLGASLRTLMREGYGQWAGNWI
LDTFRRDALEKLVPLLEDTDYQYKEFIKASQDGLSKEWTLHAFRNVIRTIHARLSISRQLTHIFDEEIRAMRMDSSLEVS
AKFLAQFSAELATRLSPSFDGMAYMYFEEVFRQYELSARQHLLDSKENNPGFEISEREQQQEQQRILGKKRRRLMQDGRA
AMDLFVDDMDDEVVEQLFHGNTSISEAEAMTNQDQIQEYLTLCLQLDELDFASRMTDVIMRMLYRQVEAKILDSFQTKWD
IPTLESGKEWMIHVVLPFLRLTLMPKKDHASPTGIKRFKMWASRLEFYFFKTFGDLRIKEFFDIIVECPKSEPAVKDLKM
CIGWTGQREQLQKAILAEMDKRLLHPGAETHDLVEFYICAIKHLRILDPSGVMLDQAARAINQYLRTRDDTMQAIVKSIV
DDSNNLLDGSTEGIQTGMEVDEDGSDDETTWVPEPANAGPDLTSARRKMADIISVLASIYDTNDRFIKEFQSILSDRLLQ
ATDFQVDREIRQLELLKLRFGEVDLHHCEVMLADIAESKRVSSNIQERNPSVVVNTLVASRFYWPAIEEKDSFELPLKYQ
ELLDSFEVEFELSRPAQKLALFPSLGLVEIELELEGREPISMRVPPIQASIIHLFESQDTLTLSEIAIKLQMMESSLEPK
IQFWVREGVLREIDRAKYQLIEGSDQSQS*                                                  
>Mver_MVEG_11468                                                                
MSNRAPTEASPRKRKSSSFARPSESGSSSSSHSPHSSSSSNALPWTVLPNSLENSFARAREIDTKRRRTLSNSSDNTSQS
THSPTPHKHNTMSIGHSNFFTDIGSVSGLGRSGPRTEGVTSSLGLSIASKSPIRRTGVQGKQPVKKLVIKNFTVTPQLPE
DYELKTWNVLQQAVQAIQQSKPVESSLEELYKTCENLCHQKFGDNLYKRLSAEVESHVQNVVDGLLNKSENKSEESFLEA
VHTAWSDHCRQMVMIRSIFLYLDRTFALQTLGVSTIWELGLDLWRRLAMNSLEIRSKVLGGILALIEQERSGDTSSHLLI
VSLLRMLTDIQMYNSVFEIPFLQASRLYYHVDGEQNVHARTVPEYLRYAQRRLVEETGRFEGHLDKSTRRSLIAAVEGEL
LERWTDMILQKGFETVMQDHNLVDLKLWYELMMRVNGLEKLSFHFGNYVKKTGKALVADPSHDDSMVEELLKFKLGLDEI
VNSCFQNSDLFLNVLKECFEAFINTRQNKPAELVAKYLDLRLRSGNKDLSDEELESTLDRVLILFRYIQGKDVFEAFYKR
DLAKRLLLNKSASFDAEKSMLSKLKAECGSGFTTKLEGMFKDMDTSKDIMINFRASKMQSKIAGLDLTVNVLTQGNWPTY
PPAEANIPAKISHCQEVFKEFYLSKHKGKRLMWQNSLGHSVVKATFPSGTKELQLSLFQAIVALLFNETGDSSLSYKEIQ
QLSNIEPKELSRTLQSLACGKYRVLVKNPKSKDVSDTDTFKFNEDFTASLTRIKINSIQLKETPEENSSTTERIFQDRQF
QVDAAVVRIMKTRKQLSHTLLISELFEQLKFAIKSSDLKKRIESLIDRDYLERDKTDSTLYKYVA*              
>Pbla_Phybl2_129269                                                             
MSYRKIRIKPPTRLPNVDREQEYEDGFKLLSQAYIEIFRKNAKILSYEVLYRTAYNLTFQQFGEKLYFGVKDVIANYLEA



KAEGAIVPAFVNTSSTKESSAAGSDSSAMFMNTVKLVWDDYVTALTMIRMTLKYLDDRLPKYNLPNVTDMGLDLFRDRVI
RSDKYPIQAQLIAAMLNQIQLERHGDVIDRSVIKAAVSMLSELTDPTTKESVYIVDFENKYLETSAAFYQIESEVLSTSY
DAPEFMRKVERRLEEEYERTIHCLSLVTEPKIRHIVETHLITDNLKTVIKMKNSGLDSMLNADKYGDLLRMYKLFSRVSA
GLNELRTAMMAYILRIGAEINRSIAADIGDMNKPKSVAEKSAVGGAQVAIRWVEQVLNLQEKFDRILEFAVNNDKSFQTV
FNEAFESFINDNTKSAEFISLFIDENLKKGLKGKSEDEVDDILGKTITLFRFLRDKDVFERYYKQHLAKRLLFNRSVSDD
AERGMLAKLKRECGYQFTNKLEGMFNDIKLSAEMDVQFKDFSDRQPFVDVGVTVLTSTFWPMNISSSPKCNMPQVILGAC
ESFEKFYFDRHSGRRLTWQPQMGTADIRATFKSCRPMLNLSTFAMIVLLLFNDIHEDNGLSLEEIKGQTQIPEAELKRTL
QSLACAKYKVLTRNSKGREIHPGDIFYFNTSFSTNLAKIKIQTVASKVESEGERKNTQDKVDEERKHQIEAAIVRIMKDR
KSMEHNLLIAEVTKQLTPRFLPNPVMIKKRVEALIDREYLERSSEDRRSYRYLA*                         
>Pbla_Phybl2_185609                                                             
MSLRRKPINFEKTFAELKDILDAIFSFSALGGVSGMNMFQLIYDMCNAIPQPFTEKVFTGIAEYIDKHTVELCQNILKHD
DLVTAYARPFERFKLAAEDTSAGCNYLNGIITAAYSTGSRDRKPSVAGGKYKKQSVESLAMSLWKTNVLFTIRDRHQNRL
LYQVFELIRRDRDGVDAPYGTIKGVVTSLVQAHSFTGQPLQLYIEEFERPYLVHTKRYYEAEAAREIASGSVSSFMKKAS
ERLEQEIKRNNQYCHSTSHSRIVKEFEAQYITAYQDRIIDEFENMLRDERYEDCTRAYNLLSRIPDGLKPILTIYEEYIS
KIGKDMVSKLNSSALKNPRLYVDQLLILHGKFHQVNQQVFLADPLFTAAGDKAFRTIINDPNGATSSNGSETLARYCDMM
LKKNAGKKEAGVTASTTNSLDGKKKGALKKPVQDIEDGDPEEKLAKMITLFKYVDDKDVFQKFYSRMLAKRLIYSASASE
EMEANMINCLKEICGVEYTSKLNKMFTDMSLSSDLNVNFKDYLKQQSCKMNVGFDILVLTQGAWPLNQKEDPNEADINKV
QIPSELEENVTLFEDFYGKHHNGRRLLWQWNLARGEMRLNYLDRHYELQVGLYQIVILLLFNSVTEMSIADLLVHSGLSL
PDTLRSIKPLVDIHILESNASSLNKSSVVKINMKFSSKRTKIKVSAAGAQAEAQQESQATRKAVEEDRRMYIQAAVVRIM
KSRQRLSHVQLIQEIIDQANSRFSPSVIMIKKCIEQLLEKQFIARQGRDTYVYVA*                        
>Pbla_Phybl2_166592                                                             
MECIQYNLLDLIDDFPNSMSNVNDLRLEMEKYNDAKQRITEFQEEMKLRLLHQGASSVEIVRFYILCIRTFRYLDPSCEL
LLPVVEMMEETYRKDMVHAVVKRIREDDDNSLCPDPEDTYVFDADELGKSVSEGYYPLCEDKGEFCKDPKKEKKKESSSH
YLFLVERQWLERKSLDIVAMLFTLCETQESLAKENFVKEYQDQLGKALLKDPGYDTETEIIRLEKINERLLGGAMQSCSI
MIKDMEKSAQLNDRIRKSTSVWPTDFKALVLSRHYWMDPEDDIPEQTLRLDTPCIESMEIYEQKYPIIQPSRTLNWLPEQ
GSVTIELTFKSRTIEMSVDPITATVISQFSTKDITFTAKQIAKNIGVPSKIAFKSLVFWQQQNILAITKDHHFQLMLIMA
ITTTTTVQYCVYFDLVICCQNCTLYDLVYSDIK*                                              
>Pbla_Phybl2_158694                                                             
MTSMGNLPPADSFKATWDFLEQGLDQIMNRLEEGLDFTRYTVLYSAVHNYCARGSPTSSHGVPDPLSNPHSRRAAQLIGG
DLYTSLSQYLEVHLQKIKTESERYMDEALLQYYTKQWERYTTAARVVNNIFMYINRYWVRRQIDEDRKSDVYDVFTLALV
SWKKNMFEYVHHNVIGAVLKLIQRQRSGETIENGLIKSIVDSFVSLGLDSSDSTKSNLDVYREYFETPFVQATEVYYKTE
SEKFISENSVPDYMKKAEARLLEEETRVSLYLHESTNKTLVPTCERVLVKNNSEVMWEGFKSLLALDKQDDLRRMYSLLA
RIPDGLDPLRKSFEAHVKKAGLSAIERIAQQEGEVVDPKTYVDALLDTHRKYNDLVQNAFSGEAGFVASLDKACGEFVNR
NQICKTSSSKSPELLARFCDSLLKKSAKNPEENELEDVLNSIMTVFKYVEDKDVFQKFYTKSLAKRLVNGTSASDDAEGS
MITKLKEACGFEYTSKLQRMLTDMSLSKELNDHFKELVQQSSQTTSSNVDFTILVLGAGSWPLSAPSTDFNIPEDLVKVY
DRFQKFYQNKHSGRKLNWLFQLSKAELKTSYLKASKAGYAFQVSAYQMGILLQYNTATSYTYQDLQKSTALTPEALHPAL
SILVKAKVLLLSDGEKVGDDGSRYSLNFDFKSKKVRINLNMQMRTEQKVEADETHKTIEEDRKYLIQAAIVRIMKTRKVM
KHSALIDEVLTQLQSRFKPRIPDIKKCIDILLEKEFIERVEGQKDMYSYVA*                            
>Pbla_Phybl2_148970                                                             
MDWPQQPMKRPRLDNPLTINNEPYDEVMSEPQTPSLPFSAFLSNSLHRTQRLPILSDEKLIVYDLKVERPVLPNGYEESA
WERLKQAIHAIHKNTPIKESLEVLYQLSENLCQYDLAEALYGRLRHECEEYLEAEFDKLSRQVSYSCRHESEGMEFLELV
NKLWKNHCDQILQLKCIFLHMDRIYLNSMTKSASIWNMGVELFSASLLKRNNVLEKLIRNLLLQIQEERDQQPINTGLLH
SNLRMLIDLSLYHTVFEGRLLEESRRYYKAEGDRLIETMNMSAYLIHVSTRVHQESAIRVKRYFDKSSKSALTAAVEEEL
LSTRVNAILDKSFKHFMESNKVDDLSMLYRLLEKVDKIDICVKYFVNYIKRKGSSILRDHSGGKDPIPALAYFKRKTDAI
VEHSFEEDDRFVNGMKDGVDYFVNLRQNNATELLARHTDYALRNNKVDEKSLEQSIIFFRVLQSKDIFEALYKRDLAKRL
SLDVMNRNAEKLMLAKMKKECGVAYTSKMEGMLNDLKISDELMHDFRTSINYGETQSFEFRANILTSGFWPSYTPVKINL
PQEFTHIQKLYQDFYCTKNERRCLTWQNSLSICEVLANYPFGAKEITLTLLQTVVLLLFNDPTTPSLSFSDILLETKLDE
LELRRTLKSLACGPHKLLVKTPNGLDVEPTDMFTFNTDFQAEQTKFQMNTDTLNEVIEKDSSLDQTAFNREVQIDAVIVR
IMKDKRTLRHSLLMNEVTRHVRSRVTASDVKKRVEVLIEKDFIARTEDDGYEYLC*                        
>Pbla_Phybl2_135478                                                             
MVIDSTPLVLNSKPIKESETPGKQARSKFMSPVHTNAKLLWDSKPSVTTGEEYLKDAWNTHEALIKSILSGKTISSGMND
AYIKCEILCRDGRSAVIYSRVKNVLSRHIDGLAKNLGEMASSYDNFLQYTNKCWNQLSFDLHQLKKLFMPMDRSYIVQST
EYDSIIDLGYSLFKDNLVKNDAIKERLVANILYYVKVERDGGTVDQPLIKSLLQMLMTLSLYSTIFEPRFIEETARYYEQ
EGRSLIQKIDIPNYLVHVTRRVKEEGEDRKQAYLDKSTEIRLVQTVKNELVYRMTNDILSKGFDSMADEMKLESLKTLYD
LLSPEKDRTELRQVFGSYIKKRGIEFIKDPSNDNAMIVTLLDRKQRADTIMEKCFDNNILFANTVKESFETFINSRNNKP
AELIAKYIDSKLRMSEKKKAEVDMEKVLDDALAIFRFTQSKDIFEAFYRRFFARRLLSTFDVSEEAEMSMITKLKSECGP
DFTKDLEIMFKDMSISSELQAKFREATINTDVYDKTMNVIILTSSAWPNTPKHEAILPPKLAESQEVFKQFYVSKFKGKK
LTWHNALGQCILRVRFPRGVKELSTSLFQSIVLFLFNDETKETISFPEIATATGIDEKELRRVLQSLACGQSQVLTKTPP
GTEVKDTDVFAYNADFSAARPRVKISPIISDTSAEENKDTENSVLFNRQCQIDAAIVRIMKAKNKLSHGALVNELFATLR
FPINASDIKKRIESLIEKEFLLRDEEDNSAYIYNT*                                            
>Mcir_Mucci2_135986                                                             
LCRFGKSEQVYNSLKQEIERHVEEIKQSLMSKPLNKDLLSRLNAQWATFCQQLTIIRTVFMELDRYYILPNTKYKSITQL



GKDLFSELIMEKGNFLHVVIAEVIQQIKAERDGAKINIPLIRDILHMLTDQAYYKSEFEPRFLESTNLYYKEEANRRIGY
GTIPEYIYHAADRRTQESEERIKNYLNPDTKQALISVVVDRLVYAKAEVIIQEGFEAMMDTDMYEPLKIFYQLLIQSPKM
SLLRNAFGAYVKEEGMKIIKDPKSDPTMITSLLLFKRKIDKILKSCFSDDVTFVNAQKESFEQFINTRGNKPAELLAKHL
DFKLKIPVKKQRFQEIVDTVSLDSILTLFRYIQTKDAFEAYFKRFLAKRLLMDRSASSEFENHVLVNLKAECGPDFTKNL
ESMFTDMQISTDLAAEFKEFKKEKPRLPMSIKVIAQATWPSYTLLDIKLPANVSIYICLFEAFYVSKFNGRKLVWQNRLS
SCSIIANYPKGRKEIIASLAQAVILFIFNDASKKTLTFSRIQTITALAKNDLIGLLTSLCTGPYKLIINTSSTSSKDPVT
PTDSFAYNFDFESANQKVRIPPAASIEPTKDEEKDVEKKVHISRQHQLEAAIVRIMKAKKTSTHNALVDELFKELKYPVQ
VDDIKKRIETLIDRDYIIRDTEDPSSYVYQS*                                                
>Mcir_Mucci2_106712                                                             
MLTLYHNAPKQTRALDAIRKLKAYFERQGINEKEPLPNMQKIVDYCLKYPRLLRIRDSPLKYLHDPKLPYTVVHDWYIGI
ALDYLEASIFVLLEQWKSDYMKKRTDKKQIAQLFAKAVNDIYQCYEHTGLALGIPFPVGCALAAVELKEKVRNGSRALIK
SKISYYFTDARNTFYTLAMHQIEALFKANQPNNAFAYLFSPHIMKYKEDELETKVQVFLDVLLPKLVDVFNLPDDILDSA
LISENVNDGDNQVDMNIWLTSSSSEGEEGPNDGKDALEAHIQTFSTVCEQLNNLHLTPNWTDILKETVQKRLQSMDWEEN
ADVSVVQIQLKWLHVLILPWLSHLIPKTDDIETNWYNFLREKLKAEHVLYEVIYQTKIPEIFDIVLNYPDTECIIKDLHI
IATKRGLLEDLKDSIMREIQTRLLHQGASAVDILQYYIDCIRSVSVIDPSCDIMESIIELIEHYLKTFRKDVTAGVVHLI
RNAHEYSNLQVEDADIYVFKKSELNNEELPLDAVVIKEDRPAQLRRLQQKSKDSIAMLISVCSSLKDFIKGYSDKLGHVL
LSTNNYDTTEEIQRLELLKRNFPPDTFLRCDIMLQDVTDSRRLDTSVHLNHGINPNLHAIIVSRKYWPGGNDEDEDDDLD
DDSNMEDGNNASIKMWPGQQESLEEYDQEFRKIKKSRKLKFLPTKGSVRLNLEFESRTFTVDVSPEAATILSLFEGKGQA
YTRNDIATKTKIDKAVVVECLELWLKKEVLKLSADGHYQLVEE*                                    
>Mcir_Mucci2_138405                                                             
MQLPPGNDFNATWTFLQEGLDQIMCRFEEGLDRTRYSILYRHDAVHNYCARSDSNLHGNISAPAAPAPPLIGGEVYQHLS
NYLKLHLEKIRKESEQYMDESLLQYYTKQWTRYTAAARVVNNIFMYLNRYWVKREIDEDRKSDVYDVFTLTLVSWKKYMF
EYVNHNVIAAVLKLITKQRNGEVIETGLIKNVVDSFVSLGLDHNDSSKSNLDVYKDYFEKEFLEATEVYYKTESEKFISE
NSIPDYMKKAETRLNEEEGRVQVYLHPTTHKTLIPICETVLVKNQEESIWDGFQGLLNADKQDDLHRMYSLLARITDGLN
PLRVSFEAHVKKAGLSAIERISQNESESVDPKSYVDTLLEVHKKYNDLVQSAFSGEAGFVAALDKACGEFVNRNKVCKGS
SSKSPELLARFCDQLLKKSAKNPEEDELEDVLNNVMTVFKYVEDKDVFQKFYSKMLAKRLVNGTSASDDAEGSMISKLKE
ACGFEYTSKLQRMLTDMSLSKELNDQFKDLVSQGQEGSSGADFNILVLGAGSWPLSAPSTSFNLPDDVVKMYDRFQKFYQ
NKHSGRKLNWLFQLSKAELKTHYLKASKVGYTFMVSAYQMGVLLQFNTTDSCTYEELHKSTALAPEALNPALGILVKAKV
LLLRDAENVGDIGSRYVLNLDFKSKKVRINLNMQMRMEQKAEADETHKTIEEDRMFVMQAAIVRIMKTRKVMKHVALIEE
VITQLQSRFKPRVPAIKKCIDVLLEKEYIERVESQKDMYSYVA*                                    
>Mcir_Mucci2_142460                                                             
MSRGCCYLDRINTSSYASGRNSGANHSGKYRKQNVEALALLLWKSNVLFTIRDRYQNKLFYQVFEWIRQDRDGDDAPHST
IKSVVTSLVQVNSFTEQPLQLYIEEFERPYLVHTKRYYEAEAAREIASGSISNFMQKANERLQQEIMRNNQYCHSTSHGR
IVKEFEAQYITAYQDRIIDEFEVMLKDERFRDCTLAYTLLSRIPEGLKPILDIYENYVAKLGKEIVSRLGTSVTKNPRSY
VDQLLNLHSKYYHVNQQVFSSDPLFTASVDKAFRTIINDTLSANVPANGPETLARYCDMMMKKNAGKRDPVADMDEGDQE
ERLMKMVTLFKYVDDKDVFQKFYSRMLAKRLIYSASSSEELELNMINRLKEICGVEYTSKLNKMFTDMSLSSDLNTKFRG
YIKGNGQGRLCSWPTVFQQLILLITAGLVNMDILVLTAGAWPLNQKDDAGPDTNKLQIPSVLENNITSFENFYGNQYSGR
RLLWQWNLTRGEIRINHLDKNYELQVSLYQMIILLLFNQGVSLPVNEIVNQSGLSVSDTMKSLKPLVDMQILTISNQHDA
LSQTSEIQVNRSFTSKRTKIKVPAAASQNESQQESQAARKSVDEDRRMYLQAAIVRIMKSRQVLPHVQLIQEIIDQANSR
FSPSVIMIKKCIEQLLEKQFIARQERDTYVYVA*                                              
>Mcir_Mucci2_112869                                                             
MSLRKGRIRPVKRMPVMDHTQEYEEGFEILSNAITVIFQKQARELSYELLYRTAYKLTIRQFGERLYHDVAKVIADYLEA
TAEQAIVPAFINTSVETSTADEGAAFLKTVKKVWDDFKAAIDLILQVLYYLNDRLPKYNLPSVDEMGLNLFRDKVIRSKQ
YPIQQHLISAMLTQIQLERNGDVIDRSAIQSAVSMLVELTDPDTKLTVYAIDFEATYLDTTTSYYQIESQKLVSSYDAPE
FMRKVEKRLEEEYERTVHCLSMTTEIKIRTIVETQLIANNLKTLMEMKNSGLESMLNADKYGDLSRMYSLFSRVPAGLNE
MRAFISNYILTLGAEINQHIMSDLKSKAEKGSSSIAINWVMEVLALQDKFDKILDLAASKDKSFQTVFNEAFEKFINDNQ
KSAEFISLFIDENLKKGLKGKSEDEVDDVLDKTITLFRFLQDKDVFERYYKQHLAKRLLLNRSVSDDAERGMLSKLKREC
GYQFTNKLEGMFNDMKLSTEMSTAFKEYLEKSTNPATNKLSLDASVTVLTSTFWPMNLSASPKCVMPANVTQACKSFEHF
YFDRHSGRRLTWQPQMGSADIRAYFKKGKHLLNVSTYAMVVLLLFNKNDTLSWEDIKNYTQIADQDLKRTLQSLACAKYK
ILVKSSKGRDILEDDSFAFNQDFSSNMARIKIQALASRVENDGERKNTQDKVDEERKHQIEASVVRIMKDRKTMEHNLLI
SEVTKQLSSRFMPSPVMIKKRIEALIDREYLERSAEDRRAYHYLA*                                  
>Mcir_Mucci2_114677                                                             
MTEWEAIKRPKLDNMVEQSSSMSSAGFMPLPFSRYLSNSFQHSQKHPILSDSKLVVYDLKVDRPELPTDYEETAWNRLKA
AIHAIQKNEPPSESLEVLYQLCENLCQYDKAETLYHHLYEECRRYIEIRFEALASNSKEGDEYLHDVHLLWKSYCKQMTQ
IRCLFLYLDRTYIASTTKTGSMWNMAMDLFRENFSRYQGVWHKVLHIILDMIRIERIGQAVDEMFLQSNIRMLMDLNLYH
SAFEQQLLVQTQQFYDKEGDRLLESINIFDYLEHVSTRVHQESILRVKSYFDKSTKSQLQSIVERELLTKRVESILAKCF
DYFQSIDHFQDGDFDKFSLLYRLLQKVDKLEICAKYFTNYVKTKGSSILCDKTSIQDKISMIAAFDSQNDEVVDHSFEGD
EQFVDGLKDGTDYFINLRENNTIKLLAKYTDQVLRNPVFDQELLEKGMFLFRQLQGKDEFEVLYKRDLAKRLLLNISHKS
AEKMILAKMKIECGAGYTGKMEGMVKDIEKSGELMKEFHEYNMNTQPALNINVNLLTYGFWPSYIPINVNLPAAFHQAQE
MYNQFYQTKFEKRVLTWQNSLSVCEITANYPNGTKQITLTLLQTIVLLLFNDTTRQAYSFTDILNYSQLDELELRRTLVS
LSCREYKLLQKHPQGDDIKPTDVFSFNYEFYAAKDHLSMTTATLSEVIEKNARLDTTVLFAKDQQIDAVIVRIMKSRSTA
SHGSLLNEVTGVVRFPVTAQEIKKRIEVLIDKEYLERGPDDTYSYLA*                                



>Rory_3579                                                                      
MIIIRGSALASVELKNSLKKACIDLIQKKISFTFNDAQETYCKIALKHIEQIFKQKQSHSPKTLSFASLFVPDMKYQGKE
LERQSRLELDIELPNLADLFNLSAEFLERSSRKALLELDDDLTIEDVNSWLLDEEDDTVDVDSIQSKLQQFLDICSKLNA
LCLEPDWVKILKEIIKERLNKDDWFAFLRQKIKAEHILYEAIYQFRIPAILDIIWDIPETDEVILDLQGVFTVDILDYYA
SCIRCLRRIDPSCKILMAVTEIIQAYMSGYRKDVAKGVVEMIRDSDTYSHICRSDDDDPYVFTALELNNEQIQVEPESIK
EDMLAKLRRLQTKSTDITAMLISMCNPVKDFVTTYSNQLGKMLLSTKNYDTDAEILRLETLKLNFPPNTFIRCDIMLKDV
ADSKRIDKAVHESKNIDHSFHSIILSRKYWPGGKDDGDDDDASDNDHSDVAFQQWPTRQQNIENYMKEYTKVKASRKLKF
IPTSGTVSLELDFETHSQSFDVRPEAAAIIKLFEGDGSCFLYYCNLTT*                               
>Rory_3797                                                                      
MQCKKFALAAEYMSRGCCYLDRMNNSNQLNNRNGGKYKRQNVEAVALSQWKQNVLFVIRDHYQNKLFYQVFEWIRQDRNG
DNAPHNIIKSVVTSLVQVNAFTDQPLQLYIEEFERPYLVHTKRYYAAEAAREIAYGSISHFMERANDRLQQEIMHRIIDE
FETMLKDERFHDCTLAYKLLSRIPDGLKTILDIYENYITKLGKDILSQLGAGVSKNPKPFVDQLLALHSKYYQVNSQVFE
SHSLFTAAVDKAFRTIVNDAANANGPETLARYCDMMLKKNVGKKEIGTGQRKKIKKEEDQEDQEARLMKMITLFKYVDDK
DVFQKFYSRMLAKRLIYNASLSEELEINMINRLKEICGVEYTSKLNKMFTDITLSSDLNSNVEALVLTAGAWPLNQKDDT
ATDTNKLMLPAILENNITWFESFYNSLYNGRKLLWQWNLTRGEVRANHFDKTYELQVSMYQMIVLLLFNQCNSMTVKEIA
DRSGLSLAGTTRSLRPLVELGLLNTLDGKFNEKSIIEINREFSNKRSKIKVGNTVAQQQSESQQESQAARKSVEEDRRMY
IQAAIVRIMKSRQTLSHVQLIQEILDQSNSRFSPSVSMIKKCIEQLMEKQFIARQEKDCYVYVA*               
>Rory_4952                                                                      
MKNHPILSDRKLIVHDLKVERPNLPEEYEQDAWNRLKRAISSIKQDEAQHDSLEVLYQLCENLCQYDKAQELYDLLYAEC
FQIVQDQFDSLNLDLDKDETFYLNKVNRLWKEYCEQMSQIRGLFLYLDRTFALNAKGGSIWTMAMDLLRSSFLQHEAVRH
KMLSSILELIRLERTSQEIDLGLLQSVIRMLLDLNLYHNEFEPSFLKETRAFYGAEGDHLIETIPMGDYLDHVSTRVHQE
SSLRVKRYFDKSTKAPLQAIVEEELLTKRVTTILDKCFSYFHENYLVDELSLLYRLLKKVGQLNICAKYFTNYIKTKGSS
ILCDKMFVQEKMNVLSTFKKKNEYIVDHSFEGDEQFLDGLKDGTEYFINLKENGAIKLLAKHADNVVKNEKMDEKQLDQC
MFLFHHLQGKDEFEILYKRDLAKRLLLDTTNRNAEKVMLAKMKKECGAAYTSKLEGMLRDMKQSNELMQEFNKVQDLYTN
AYMTKYPRRRLTWQNSLSVCEVDAHYPKVKHAYFDNKNH*                                        
>Rory_6858                                                                      
MSSMQLPPHNDFNATWAFLEEGLDQVMCRFEQGLTRARYSILYSAVHNYCARSDSALHSTTQYSTIQSQSSRRPAPAPPL
IGGEVYLNLCEYLKRHLENIRAESEQYMDESLLQYYTKQWTRYTAAARVVNNIFMYLNRYWVKREIDEDRKSDVYDVFSL
TLYSWKKYMFEYVHYNVISAVLKLIEKQRNGEVIETGLIKNVIDSFVSLGLDHNDSSKSNLDVYRNYFEQPFLEATEVYY
KTESEKFISENSIPDYMKKAEVRLNEEETRVQLFLHPSTHQTLVPICETVLVKNQEESIWDGFQGLLDLDKQEDLHRMYT
LLARIEEGLNPLRASFEAHVKKAGLTAIERIAQSEADGFDPKSYVDTLLDVHKKYNDLTQSAFCGEAGFVAALDKACGEF
VNRNKVCKGASNKSPELLARFCDQLLKKSAKNPEEDELEDVLNNVMTVFKYVEDKDVFQKFYSKMLAKRLVNGTSASDDA
EGSMISKLKEACGFEYTSKLQRMLTDMSLSKELNEEFKSVAQNSSETPNSSADFNILVLSAGSWPLSAPSTSFNLPDDVV
QMYDKFQQFYQTKHIGRKLNWLFQLSKAELKTHYLKSSKVSYTFMVSAYQMGILLQYNNADSYTYEELQKSTGLASEALN
PALGILVKAKVLLLRDGTNVGDAGSRYVLNQDFKSKKVRINLNMQMKMEQKAETDETHKNIEEDRMFVMQAAIVRIMKTR
KVMKHVVLIDEVITQLQSRFKPRVPAIKKCIDVLLEKEYIERVENQKDMYSYVA*                         
>Rory_8594                                                                      
MSLKKGRIRPPKRAPGVDQTQEYDEGFEILSNAIMVIFQKQARELSYELLYRTAYKLTMRQFGEKLYHDVEKVIAEYLEK
TAQETIVPAFVQTKTDTIDAGASFLKTIKRVWDDYTTAVELILQVLTYLNDRLPKYNLPGVYDMGLNLFRDKVIRSNNYP
IQKHLISAMLTQIQFEREGDVIDRSAIQSAVAMLAELKDSATNNTVYAVDFESDYLEKSTSFYQIESQKLVSSYDASEFM
RKVEKRLEEEYERTVHCLSMTTEVKIRTIIETELIENNVKALMEMKNSGLESMLAADKYEDLLRMYNLFSRVPAGLNEMR
SFISKYILTLGSQINQHINSDLKIEKGSSQLAIRWVQEVLELQDKFDKILDQAANKDKSFQTVFNEAFERFINENPKSAE
FISLFIDENLKKGLKGKSEDEVDDILDKTITLFRYLQDKDVFERYYKQHLAKRLLLNRSVSDDAERGMLSKLKRECGYQF
TNKLEGMFNDMRLSSEMNGLFKEYLDKINERLPPEVSVTVLTSTFWPMNLSTSPRCTMPPTVIAACQSFERFYFARHSGR
RLTWQPQMGTADVRAVFSKSKHLLNVSTYAMMVLLQFNQHDTLSWQELKTLTQIADADLKRTLQSLACTKYKILNKSSKG
RDVLDDDTFSFNASFTCNLARIKIQAVASKVENDSERKNTQDKVDEERKHQIEAAIVRIMKDRKTMEHNLLIAEVTRQLS
SRFMPSPLMIKKRIEALIDREYLERSTEDRRAYHYLA*                                          
>Rory_13748                                                                     
MVIFQRKTKALSYELLYRTVYKLTTRQFGERLYYDVEKVIAECLQKTLQDTIVPVLVQTQVDSLDAGISFLNTMNCVWND
YMTAIELIMQMLMYLIILNQIEFERQGCVIDRNAIQPIIAMLLELKDVETNNTIYAVEFEVVFLEKSALFYQIKSQRLLS
NCDALEFMQKSYILEQMKRSELECMLTKDKYDAILQMYHFFSRVPTGQSDMIRFICKYILETGSKMNQEANYELKMRSSS
QPTAVGWVQQVLKLQDKADKILAQAVNNDKSFQIAFSEAFETFINENWKSAEFISLFIDEILKKGLKGKLEYEIEDTLDK
TIMIFRYLKNKDMFVRFYKQHLGKRLLLNKSVSDDAERGILSKLKRECGCQFTNKLEGMFKDMKLSVDMNSQFKDYLSTT
NQKFPFEFYVTTLTSTFWPFPSTPQVCVLPPMLLKARDSFENFYLNRHSGRRLTWQPQMGTADVRGHFSKSSHSLNVSTY
AMTVLLLFNQHDTLSFKEIKAMTRIADADLKRVFYSLACAKYKILLKSSTENREVRDSDSFSFNSNFTCHLARIKIQAGV
SKVETDKNTRDKVDEERKYQIEAAIVRVMKDRKKTL*                                           
>Rory_16415                                                                     
MPPKPITKTSKVSKKRKLEDPTQPKLEFFIQKNDPMQIDSVNDKPATLGTFRQQLIVPKMTIVNLDSARPSELPTSFYLN
AWQIQRNLILAIFTNSTKHANYAAAARLCENMCRYGKAQELYENLKVEIEEEAKKIQSVLFTVSDDELLETLNDRWESLC
NQLAIIRNVFMELDRYHILSHTKYSSIVHLGIDIFRETVMSSDKFRDGIIWQVLKLIQQDRDGMAVKDRLIKDILHMLQE
LSYYSSDFEPTFLEHTTAYYRLESDRLLNSLSAWKYIQHAFQRQQEEVGIRISRYLHIQTKQPLLNTVTDQLVYQKVNVI
LSRGFEEMMDKKMHKVLSIFHALLSGNQNMALLRTFFGEYIKKHGMALIQDPKKDANMVTSLLEFKEELDKVLHDCFQND



DQFANTLKESFEYFINTRKNKPAEMISKFLDTRLKAPTKKQARPSENISMSTIDNVLTLFRYIQGKDAFEAYYKKYLAKR
LLLDRSISLETECEVVQKLKGQCGHEFTKNFETMLKDIRLSSELNQDFKQTNPYPIYVKVVTQAIWPTYSTTSLALPLEM
AKTQEAYSQFYASKFKGRKLIWQNSLSSCVLTGHFRKGSKELTMSLSQAVVILLFNHTEKHAWSVGEMKKATSLEDGELQ
RILTTLSTGSFAILNKKSRTQGISDTDLFQFNTEFEATGSRLKIPAVQQEQAVEEKKEVESKVLINRQHQLEAAIVRIMK
ANKTMSQENLLSEVFKQVKFPVDVHDFKRRIESLIERDYVVRDPANNSGKKKNKQQINEWTKVNNCDEYEVWPFVADDLS
ARLPLRNLKWQPSSQRAECLIPTLEVDLKRFTPDLSPLPLLTTTQTVYLNLYFVTCEDNEIYKTRIRKNIKSWLELIQSK
KNQEWLIVYVAEADTKRSNNYLGLKSSVFDKIRTDFNPPKQDSFDMQVFQIQEDTRRLDMQRHMPGWNYCTFFILKEGLA
QAFEIMTLYEDALIQYDELEASFFQVLKDKALAWFGHFGGTDPGDDSGNILDFKRKNYRDMITKNMISVFDFRCYLFARQ
CRMLLKMHKVIDVTARAQLFITNFIPSIRENEDNLPINFVESWLDKIGIRCKHLPMTDPFSIYINHNVNEQINPEQSKKS
ITNTKLIEAMQSIDAFDKTYMGLSTRAIKSYDASLRSKAALNVHGDIAALKYIREKYEEAVRIYESIICRYGEQEWSSIE
NSLLIKCADSQRRLGKNNQYVESLLALLRNAAFLSEKDSIFYTDELIEHVGKLDKEIKRPFSPIFSVNVNCIIDDPNTVD
TTSVEVCIDNHLPKKICYDTISLRLVGNDPDQISFIIHSKDLVPGKNTFLLTSKTSTSGNYLVETCEMKLGKLIFGHNFL
HDGQKKRTVRLNHDIKQLYATVSQPNESERQKFSVKIDSREISVTKGILLLESQTEGTKIVQLSKVAGLLHSNGEAKEVQ
LDMLETGEISLIDLEPKQILELFVIYEGPYTEFDYRKKKVKTTIIYETNGDTHKFISSNVVKVTVPLLVTESTIFRETCV
FLKVELSCNGELPVRIFGSHAKPSTYYLVESESKLAECDLTLFPRQTVAFVYKLVKRESDEKDTESDNQVNSKIHFTAKF
LSLKDEQHLPYVFDKVKEAFLTSVDYASYGLTDVVQLDDFDAELCESFLLHRDLKTKVQLLDLIEEFFEENVAITAQTIR
QYSPNPTLHSISFPLEVPKTKILHTAELILSPKKDLLVTEAYSCILRIKQSTYWATSSTIHDENTNNEFCYDIDVDYENW
LLSGKRRLRFISKPGEVSEFPISLVPLRTGNLLLPSVRVSAVSPEIFASTVYLNSAQQVLVKPKSRTATFFVEQQQRFIQ
PTGQVPYMASSVRSGGS*                                                              
>Amac_AMAG_00688                                                                
MYSSGSSSSAGGSAGAHRRVKIRPVRKANDSEHDASMDVVLRAMDVIYRRDASSLSFEEIYRSTYTLVLHKRGDDLHRRL
LMTMQSILAADVAAKLAPLVGAGAGDFGGDQGRVFLRAVAGLWDHFATSLKLMGDVLMYMDKNHCRRPPKNLPSSWELGL
LVFRDHVLRSTTVPVRATLRACLLDQIAAERNGDVIDPSLMRRVLTMLVDLGHSTADPLGVKHPTHIFGETVPHGSVYQA
DFETAFLAATIDFYKAEAQRLVPSLDVAAYLVQSETRLQEEERRAQQYVHVSTLRPLLQRAREQLLSEHVATLLQTGLAT
LLFTPAHDPDLNRLFRLLDPVPDGHSKLLDAIAAELTARGQAIHALVTDDARDPAVPWMDAVLTLDRRVTRVLTACFSGK
PEFEKRMQTALAGVIHAQPKAAELMAQFLDVHLRRGAVKKGEDEIEAVLKDAVKVLHFLHDKDTFERFYNQHLARRLLRK
QSSSEELEKAVIADLRTLGGSQFTTRFEKMLGDMSVSRDLAAQFKDACRAAETRVVDLSVHVLTSSLWPVAAEGGENAAC
VYPEQAQAALTGFEQFYAKRHPKRVLTWLPHLGTAELKANFPRGAKELSVTTFAMVVLMLFNDRDALRYEDIRAETNIPE
PELKRTLQSLSLGKVKVLVKSPPTKEVAEGHRFTYNSDFKDAKYKIKVSAIAARADVDAERAQTLQKVEEERAQITDATV
VRIMKARKTMTHNELVTETVRQLAARFMASPALVKKRIESLIEREFLERAAGAHSVYNYLA*                  
>Amac_AMAG_00961                                                                
MFFKIYIPVNEINPEVELIKTAPILRDHLFSELNRYLGDCLHVADQELIAAQPDTNESIRRALAHLEHLHRAHGIVAGWL
QLLDAPATTRAEFALLFQAYGSHIFQDRVVQHQLATLIATPSTSLDYLWGRRPVVATRYVQGALQSLLSTQEARNVLLGV
AEYSRSPRPARAAVFAASAGMIPIIRDLGLLAPLRPTILRRVQDHVADYVAQTCAEVGLDVRAIDVCLYTVTEFAVPRLA
GTNCFGTKEEMIDALEQLVVAVMHAMVDARAPAIVDMVVDLGASEGARSDLKIALEATKRVADVAAIANSAMTQRFAHLG
QSSTDLLFYLSNATRLCQYLDASGELFAAATPDLAAYFRTRTDAMPAILEFVLGSGRALLAESHGRETREHDEIMFTDTI
DFSGVDEDASTLSTRGLRAPPDTLSLVLNVYSSKDVFMNVYRAGLADRILKAMSVTSAALDVKAEKDVLSKLRVRFGAKA
VVACDDMIRDLEASQALNVAYAGVCKPDEPSMIALVVSDVMWPEDEKQEYQFHPGIQRAHSHYLTTFQAHRPLRNLEWLP
HHGHIVLEVTLDDGVSHDIACMPTTADVFLHLQDLHLDAAPTREAVVTALAAATHSTAAHVRTALDFWVTEGFLDRSTYA
PLPSRLLGTRLTTISTAAAARPRPSSPIPDILHDPAFFAAPLSSMTVKSDAPVLSARDKALATVLDAPPVPGTSTARIDQ
IARFAPIVLGRGPAPSLTRLQEGLRMFGVANVTPAEMAFVVGKLVREKKVDVNEKGEYVKALPPPSP*            
>Amac_AMAG_02188                                                                
MYSSGSSSSAEGSAGAHRRVKIRPVRKANDSEHDASMDVVLRAMDVIYRPDASSLSFEEIYRLRPLVGGGAGDYGGDQGR
VFLRAVAGLWEHFATSLKLMGDVLMYMDKNHCRRPPKNLPSSWELGLLVFRDHVLRSTAVPVRATLRACLLDQIAAERNG
DVIDPSLMRRVLTMLVDLGHSTADPLGVKHPTHIFGETVPQGSVYQADFEAAFLAATTDFYKAEAQRLVPSLDVATYLAQ
CETRLQEEERRVQQYVHVSTLRMLLQRAREQLLSEHVATLLQTGLAPLLFTPVHDPDLNRLFRLLDPVPDGHSTLLDAIA
AELAARGQAIHALVTDDARDPAVPWMDAVLALDRRVTRVLTACFAGKPEFEKRMQTALAGVTHAQPKAAELMAQFLDVHL
RRGAVKKGEDEIEAVLKDAVKVLHFLHDKDTFERFYNQHLARRLLRKQSASEELEKAVIADLRTLGGSQFTTRFEKMLGD
MSVSRDLAAQFKDACRATEARLVDLSVNVLTSSLWPVAAEGADKAACVYPAPAQAALTAFEQFYAKRHPKRVLTWLPHLG
TAELKANFPRGGKELSVTTFAMVVLMLFNDRDALRYEDIRAETNIPEPELKRTLQSLSLGKVKVLVKSPPTKEVAEGHQF
SYNGDFKDAKYKIKVSAIAARADVDAERAQTLQKVEEERAQITDATVVRIMKARKTMAHNELVTETVRQLAARFMASPAL
VKKRIESLIEREFLERAAGAHSVYNYLA*                                                   
>Amac_AMAG_02472                                                                
MPAILEFILCSGREFLSETHGRKTRTHDEITFNDSINLTGADEDAAMLSTLRDLANFGAGLETHSNLVSNEVTRGLRAPP
DTLSLVLNVYSSKGVFMNVYRAGLADRIFKAISATDAALDVKAETDVVSKLRVRFGAKAVVACDDMIRVLEASQALNVAY
AGVS*                                                                           
>Amac_AMAG_03390                                                                
MYLDRTYALPRHERPLYDLGLHLFAEHVMLAHQYQLRNRALAAVDRALASARDLESVPSSEIKSQLAGTAALFRALHLDA
PVLSPHVVREARQTLARAAATELAVQMSDPAAYLDWIDAVLDREKVLAESMALAGAADVDAAVRNVVIAQHADVLLAGVP
AWLLDGDATALARVMDRLASVNLLAPLVDQVGAWIAEQGCAIVEREAAKARGAAVPAIAGRQAAWHNPTGTVPMIEALLV
FKQHVDDLVVAAFRSHADVQNAVKTALHKAMNVVKNKPAECMAKYVDEQLRSRRTVDEARLEQTLDQVLHLFRHVDAKDT
FEAFYKQLLAKRLLLGRVTSMDAEKSMVARLRAERGVQSTEALDKMFADVELSDQLAKAFKDSRFAAQMPGGYDLSVIVC



QSSAWPTLTTTVSALHGKAKGNGHDDDKSAPKPIGRLPEFMTRGIDLFSQFYATQYSGRQLAWQHDMDQVTLKTSFGKEL
DVALVQALVLLEFADMNAPPLSFTELHARTGIEPAELKRTLQSLACGKVRVLKKSPPPARESGGEIADTDTFTPVAKLDQ
VKKYRFRIPQIIPREVQQQDDEHTHEQVAEDRSLALQAAIVRVMKARKVLPYQSLLNEVISQCKFPVEASKFKLQIEDLT
EREFLERDKDQHNVYRYVA*                                                            
>Amac_AMAG_03826                                                                
MSLRKRKINFDEVFRRFMGVVQQMYNPIAVHAPEPVKGMDLYHDVYLMCNNQPRPMNEELFLRLADFLEAQTTNVAAVWY
LPALAYASCTRLANRATSDPWFALQRIYASDHLLQSYAAEWDIFQFATETLNTVCDMLNRTMEANLRGAPMTSAMRAFQG
QHPNVGNSRYRRQSMESLAYSLWKERVFRHLRRELIGSTMEVVRIDREGIQGPHDAAKALALSLVTLQPKKRDETATMGP
TGSLYLSEYEAVFLAETKKYYEQESRRVMRDLSISEFMKTAEDRLKQEYHRALRFLHPSSIDKVTAECHAQYIDAHKHRI
HDAFLGMLQNRVSQDCKLAYELMALIPGGIHMLTDVYEKYVTEEGRRLVSKDPKTLANNLGQLHANRMADITQMFRFDPS
FVAALDKAFRSIINDTATHAPDLLAKYCDQLLRKRSKLSETETEDQLTMATVLFHYIDDKDVFQKHYARYLAKRLIYRQS
ASDDLEYLMLTKLKVACGVEYTAKLQRMFTDVQVSQETGTEFHAEVEKPNAAEFNALVLTAGAWPFTQASAASQAIAQLP
VELANGVAAFTEFYNTKHSGRKLFWLWNLCRADVKLTGYDKRYELNLTAHQLTVLLLFNDADTIPTATIASVLGGTRSDA
DKIIQSLIDAQLLTSSPGGTVTVNKKFSSKRIKLKLTASSGESGSGGGAATPTAHETDRSLDEDRKLYLQAIIVRIMKSR
RELSHTELVPLVVDQAKARFVPSVVLVKKCIEQLIDKQYLDRAEHDHDRYLYMA*                         
>Amac_AMAG_04672                                                                
MPPAGRRPARPVPPSSSGPAPPAPASSSASNSSRARPAITIRQPTLDYFGQLAAGSSTTSGSSTRPPASSSSSSSSPSSS
TQSRKRSRDAADLSTTDDRPTMLHQPSNAHGSRSSASAPARQATPASSAPSQPAVSAPPRSLTFARQSTFMLGPNGSSTP
STMTAAASRPALGSKHFAKKLVIRDLNIKPTLPPDFEATTWSKLAAAITAIFARQPVADSLEELYKACEALCKHHFAANV
YARVAAAITDQVRACFTYLAAVPDDDFLAPLVRSWTDFTDALLLVRAVFMYLDRTYALPRHERPLYDLGLHLFAEHVILA
HQYQLRDRALAAVDRALAFARDLEAVPSSETKSQLAGTAALFRALHLDAPVLSPHVVREARQTLARAASTELAVQMSDPV
AYLDWIDAVLDREKGLAETMALAGAADVDAAVRNVVIAQHADVLLAGVPAWLLDGDAAALARVMDRFTSVCLLAPLVDQV
GAWIAEQGCTIVEREAAKARGAAVPAIAGRQAAWHNPTGTVPMIEALLVFKQHVDVLVVSAFRSHADVQNAVKTALHKAM
NVVKNKPAECMAKYVDEQLRSRRTVDEARLEQTLDQVLHLFRHVDAKDTFEAFYKQLLAKRLLLGRVTSMDAEKSMVARL
RAERGVQSTEALDKMFADVELSDQLAKAFKDSRFATQMPGGYDLSVIVCQSSAWPTLTTTVSALHGKSNGNGHDDDKAAP
KPIGRLPEFMARGVDLFSQFYATQYSGRQLAWQHDMDQVTLKSSFGKELDVALVQALVLLEFADMDAPPLSFTELHARTG
IELAELKRTLQSLACGKIRVLKKSPPPARESGGEIAETDTFTPVAKLDQVKKYRFRIPQIIPREVQQQDDEHTHEQVAED
RSLALQAAIVRVMKARKVLPYQALLNEVISQCKFPVEASKFKLQIEDLTEREFLERDKDQHNVYRYVA*           
>Amac_AMAG_06993                                                                
MSLRKRKINFDEVFRRFMGVVQQMYNPIAVHAPEPVKGMDLYHDVYLMCNNQPRPMNEELFLRLADFLEAQTTNVAARIY
ASDHLLQSYAAEWDIFQFATETLNTVCDMLNRTMEANLRGAPMTSAMRAFQGQHPNVGNSRYRRQSMESLAYSLWKERVF
RHLRRELIGSTMEVVRIDREGIQGPHDAAKALALSLVTLQPKKRDETTTMGPTGSLYLSEYEAVFLAETKKYYEQESRRV
MRDLSISEFMKTAEDRLKQEYHRALRFLHPSSVDKVTAECHAQYIDAHKHRIHDAFLGMLQNRLSQDCKLAYELMALIPG
GIHMLTDVYEKYVTEEGRRLVSKDPKTLANNLGQLHANRMADITQMFRFDPSFVAALDKAFRSIINDTATHAPDLLAKYC
DQLLRKPSKMSEAETEDQLTMATVLFHYIDDKDVFQKHYARYLAKRLIYRQSASDDLEYLMLTKLKVACGVEYTAKLQRM
FTDVQVSQETGTEFHAQVEKPNAAEFNALVLTAGAWPFTQASAASQAIAQLPAELANGVAAFTEFYNTKHSGRKLFWLWN
LCRADVKLTGYDKRYELNLNAHQLTVLLLFNDADTIASSTIAGVLGGTSTDADKIIQSLIDTQLLTPTPGGTVTVNKKFS
SKRIKLKLTASSAESSGTGGGAATPTAHETDRSLDEDRKLYLQAIIVRIMKSRREMSHTELVPLVVDQAKARFVPSVVLV
KKCIEQLIDKQYLDRAEHDHDRYLYMA*                                                    
>Amac_AMAG_07578                                                                
MSHDAAASTPNQVWASLRPTLLSLLRDPDAGLSSAQYMSTYTAVYNHCTSKPDTTAQYSAGANVYGSDLYFHLRDLVHEH
LNVLTKQAAGLIDIDLLAFYMREWNKFSRTAKFLDHLFSYINRHWVKRAVDDHRSGVYRIHTMVLVTWKQRFFDAISDSL
IKSILDQIKLERDGEQIDRSMLKSVIDSLVALDMPNNEAAGANAAQPERVYRTVFENPFFSATSLYYKAESERFLAENSV
IEYMKKVEARLQEEADRVVKYLDASTLAPLTTLCEDRLIADHQEAFKDEFQSLLDHDKVEDLARMFVLLQRRANTLDPLR
TKLELHVRKVGQDHVTQIAAAGEGAGAAAGGGDDDEGAGGASGAAGAGVDAKVYVNTLLQVQKKYADLVNVAFKNDTGFV
ASLDKACREFVNRNAVCKTSTAKSPELLAKYSDMLLKKSAKNPEEAELDEALNQIMTVFKYIEDKDVFQKFYAKALAKRL
VNQTSASEDAESLMITKLKDACGYDYTSKLQRLFTDVGTSKDLNEAFRKQVADLGLDFSIIVMSTGVWPFQVPASAFELP
EELLPTYNRFMGFYTAKHSGRKLTWLHNQSKGEVRAQWATGNKLQYAFQVHVYQMGILLQYNNATSYTWEELLALTKLDA
PTLAGHLGTFLKAKIMVQEPEGATVGEAGTKYALNMSYKNRKVRMNLNVPIKAEQKAEADEAHKTIEEDRKLLIQAAIVR
IMKTRKVMKHQALVQETVTQLSARFKPKVSDIKKCIEILLEKEYLERVDGEKDTFSYVA*                    
>Amac_AMAG_16949                                                                
MSHHAAASTPNQVWASLRPTLLSLLRDPDAGLSSAQYMSTYTAVYNHCTSKPDTSAQYSAGANVYGSDLYFHLRDLVHEH
LNVLTKQAAGLIDIDLLAFYMREWNKFSQTAKFLDHLFSYINRHWVKRAVDDHRSGVYRIHTMVLVTWKQRFFDAISDSL
IKSILDQIKLERDGEQIDRSMLKSVIDSLVALDMPNNEAAGANAAQPERVYRTVFENPFFSATSLYYKAESERFLAENSV
IEYMKKVEARLQEEADRVVKYLDASTLAPLTTLCEDRLIADHQEAFKDEFQSLLDHDKVEDLARMYVLLQRRANTLDPLR
TKLELHVRKVGQDHVTQIAAAGEGAAGNAAGGGDDDEGAGGPGGAAGAGVDAKVYVNTLLQVQKKYADLVNVAFKNDTGF
VASLDKACREFVNRNAVCKTSTAKSPELLAKYSDMLLKKSAKNPEEAELDEALNQIMTVFKYIEDKDVFQKFYAKALAKR
LVNQTSASEDAESLMITKLKDACGYDYTSKLQRLFTDVGTSKDLNEAFRKQVADLGLDFSIIVMSTGVWPFQVPASAFEL
PEELLPTYNRFMGFYTAKHSGRKLTWLHNQSKGEVRAQWATGNKLQYAFQVHVYQMGILLQYNNATSYTWEELLALTKLD
APTLAGHLGTFLKAKIMVQEPEGATVGEPGTKYALNMSYKNRKVRMNLNVPIKAEQKAEADEAHKTIEEDRKLLIQAAIV
RIMKTRKVMKHQALVQETVTQLSARFKPKVSDIKKCIEILLEKEYLERVDGEKDTFSYVA*                   
>Bden_Batde5_19177                                                              



MLPTAGPQRQHPQQTSQQQGTNLPKPDTRHSSNKRPKLETPFTMLNANNDADQKQSQRLGGKTAKKLVIKSFKVKPKLPE
NFEADTWEKLRLAVQAIHARQPVQDSLEELYKACENLCHHNRQSNLYQKLYSVCKDHVLVELDALKSNIHTSGCNILVAV
NECWLRYCQQMMLIRSIFLYLDRTYVLQTASLKSIWSMSMDLFRSYVLDDKEIQERVVRELIQEINCERREQQISRPLMR
SLIRMMTDLSVYIRVFETTFLENTRQFYRVFSKTIVDSIDGNLALGEGANRVSSYLIQVSNRLEQETQRCSPGEGYIDPL
TRKKLVLTLEDELLRQHATLLLDVGFDQLVAAQRIDDLALFYKLLERIGMLEELKRRMSQYIQATGIFIVKDPTRDKTMV
QELLEFKMRLDDILKNAFQSTESFDHAIKESFEKFINQRQNKPAEMIAKYIDELLKHVKGMTDLEVDRRLDQCLAIFRLV
QGKDVFEAFYSKDLAKRLLLEKSTSVDAEKSMLFKLKAECGPGFTSKLEGMFKDMELSRDIKRKFEDTAGFYNRIGRIDL
NVYVLTSGLWPTYTPVDLNLPNEMTVCQEVFKEYYMSKHNGRRLVWHNSLGSCILRAQFEKPKELQLSLFQAVIMLCFNN
SKTLSFNALHTLTNLDEKELSRTLQSLSVGKSRVLLKESKGKDVELDDTFEVNEHFTHPQYRIKIGSISVRESVDEMVET
NEKVFQDRVFQVDAAIVRIMKTEKRCAHATLVSKLFQIVKFPIAAEDLKKRIESLIEREYLDRDSNDKSLYIYLA     
>Bden_Batde5_84491                                                              
MSLRPKVIDFPTAFASFQAGLQEMFLLSNNHVQGMDMYQIVYDICTARPKPFVEELLQGIVQYLLGHTVRLKQLILEHED
IVSAYSAEWEQYYTASYYADRVCDFLNRHSQKRAASHTSVQAQKIFNLTVQGHAYLIWKQNILSSIKRNHANALVEQMLT
MLRRERDGEAPPSNAIRSAVNSFILVNTQSDMHLQLYTEEFEIPYIDSITSYYKNESTAAMSSLSISDFMIKAIYRLDEE
AERSKRYCHYSSLPRASFACVSEYVSAHQSKIHSDFENMIIEGRFEDCTRAYILLSKVEGGINRIIKEFEKFVTKQGKDA
MSPFAASILKDPRKYVDTMIETHSRLMKLAVDVFKGDSVFIAEIDKAFRDIVNTREFGKDNLALEAFARYCDLFLKKTPK
STLGDVDVDERLGKMANIFQKFYSRALAKRLINSASVSSDSERAMILRLKDACGYEYTCKLQRMFTDISLSEDINDRFKS
DLDAKSRKLGIDFQIFVLTAGSWPLTAGVFPDFQLPVEFENPTIEFLSFYNSIFSGRKLSWLHHLSKADVKLNFTDKRYE
LNISMHYLAVLLLFNDSLSLTVGECEQLTKIKLAEIFKTIKVFADMKLLLVDNDKIDSLSVDTVVTLNTMFTSKRLRIKV
TSGPTPTEQRHELDTTRKAVDEDRRHFLQATIVRIMKARTKLSHSGLIQEVMEQSKSRFTPSTILIKRCIEQLIEKQFLD
RSERDQYIYVT                                                                     
>Bden_Batde5_13800                                                              
MNPIGLAAAWDTLRPGVDRILTKWDEGISANEYMVLYTATYDYCTNTKGISGISEQRADQKGNSLSANLIGADLYLELRR
HIETHLQQTTDLAADLIDDAIINYYTKHWTKFTVSVTTLNHIFGYLNRHWVKREIDEGHKTIYEIYILALVSWRDHIFQR
LQEKVIKAALKTITKQRNGETIDTGLLKTIVESCVSIGLDENDSRKSTLDIYKIYFEAPFIDATESYYKAESEMFTTQNP
ITEYMKKAEIRLQEEEKRVEMYLHASTQKTLITTCETVLIKNHTGLIQDEFQALLDNDRVDDLSRMYSLLHRVPEGLDRL
RVIFEAHVRKQGLMAIEKVSEKSANDSTDVDPKLYVDSLLSVHKKYADLVQVAFRGEAGFVASLDKACREFTNRNLVCKT
SSSKSPELLARYCDSLLRKSNKMAEDTEFEELLSSVMTVFKYVEDKDVFQKFYSKHLAKRLVNGTSSSDDGELLMLTKLK
DACGHEYTSKLQRMFTDMGVSKDLDDAFKEQMRRNHESEESLDFGALVLNTASWPFQPPKSGLNIPDDLLKKYERFQRFY
QSKHSGRKLTWLFQFCKGELKTNYTRGSKTGYTFQVSTYQMAVLLLYNTATLYTLDELLGTTGVVKDVLLPTVGLLVKAK
ILLVQGGALGAPSSRYVLNEDFKSKKVRINVNLPIKTEQKAESDDTHRTIEEDRKLLIQAAIVRVMKTRKTLKHVTLVTE
VIQQLQTRFKPQVSDIKKCIDILLEKEFIERADNQKDVFNYLA                                     
>Bden_Batde5_92557                                                              
MVQDRSQIEQDRFEILQHPCIHELETLCNLLQQAGLSSCFQDIYNSVLTRHIKQHVVTLARHLEYVSVSNQLQQWLKSHI
LHLSHILGKLDSNQHAPSREKKLEFFAFQTLCVTRVQDAFEIVRDFPDSVPAVEDLYIALQKYNNIGALLKTLETSIGKR
LIHCGAFTQDILSFYIALAQVLCMLECSEDIVNGMLNPIRLYLRSRGDSLEQIITQLVNQDTEVILLVDHAVSQRLSAVR
IPQLLNIFPNKEVYAKTYIDLLATRLLSMHDFDLDDDKASLAMLERRIGNKITTCAQVMIKDMQESRRFAMQFHKQTIDA
SYFSVLVISARFWPDEKIRDAPLTLPHSIQQFQKVYQDSYALLKARRLKWRPMLGSVDIEIGQGDSSLRVSATPAQATLV
SLFSDKDSILVSEAIEATQLSKTAMYQAVGFWNHHGVLALRQDHIINIHNTVKELTQDKLAATSVTTPMQDVIPVQDPAA
ERLETLQNTVWPFVEAAMTAFDRLTVHDIQKQLAPFGLGMDEMELRKLLEWAIECGKADKVGQHYVPKLA          
>Bden_Batde5_20511                                                              
MSHSYLNSSRSVKIGARPTRERNTDEQWKILSNGITQIYCKNALQLSFEELYRNAYSMCLQKAGERLYKGTQTLISEFLE
KAVAQNVVPAFPHNATPSQSKAHVFLNQVKSLWDDHIVCLGMIRDILMYLDRTYVKSANLPTVYEMGLETFRNVVLQSVQ
YQVKSHIITTLLYQIQLERDGQMIDRMLLKNIIDMLLTLPASSTSSSRTIATVYHADFERAFLQTSQTFYSRESEVLLKE
CDAIQFLKRVEKRLNEEDIRTKHYIHASTRPKIQSIFEKELLENNIKTILEMDSGLVPIVANDRFEDLQRIYSLFSRVPN
GHVELRFGLSNIIKQSNTSRPSNTNMPSETNPLSPILWVEAMISLKDKYDTMLDACFARDKTFQNDINSSLETCINLNIK
CPEFLSLFIDENLRKGIKGKLDDEIEKFLEKSVCFFRFIREKDVFERYYNQHLAKRLLYGRSVSHDTEKNMISKLKVECG
HQFISKLEGMFKDMHVSNDLTHGFKDYMASVSVCETKTPDLSIYVLTNTFWPVTVPPAMMACYLPPSLAITVDHFQKYYM
TLHSGRQLTWLKHMGTADLKAQFTTCKKELNVSTYAMVILLTLFNSLEVNEPIGYQRIMNETEIPSGDLARTLQSLSLGK
YRILLKSTKTKSIGLDDTFVVNAAFTSPLSKIKIQTVAASTVAGSTTHTGLDPTSLATSSTAANSVETEFERVKTMEQVA
QDRKHQIEACIVRVMKSRKSMRHNELVAMVISQLSLRFSPDPLVIKTRIEELFEREYLERDTENRQLYHYVA        
>Spun_SPPG_01185                                                                
MSTRLRNSDTKKRKTTDTQLPISHFQQSTLDHFANRAVADGSSSLTGAKKPRLEMQSKVNSGPARNGVYLDLTSLSPSAM
EDSKYGCGFGGDAKGKGKAPAGRPDSPIAVTAPLARGRREPGQKLVIKSFKVKPKLPENFVTDTWKKLEQAVHAVHESRP
VADSLEELYKACENLCHHKKADELYSKLRDVCDQHIQKELGKIKRSFTNVGATIADRWSIFLYLDRTYVLQTSGLRSLWD
MGLDLFRERIMDDMQPVKLKTVKALLDEIERERNGEQVERELLRSLLRMFLELSIYFSGFDAAFRERTESYYREESDRRI
NALDNEGSGGGNVARYLEHVEIRLQQEVERCSAGLGYLDAGSKKGLVTVVETQLLKRHVKTLLDKGLHELMEDTRTTDLA
RMYTLFNRVGATEDLRKAFSQYIRKTGLTLVSSEARDPTMVDDLLKFKTRVDHLWEKSFAKNESFGNALREAFEFFINQR
QNKPAELIAKYVDVKLRSGKGVTEEELEVALDQCLVLFRFIHGKDVFEAFYKKDLAKRLLLQRSTSVDAEKSMLSKLKTE
CGPNFTSKLEGMFKDVEISRDYMTSFRESPRYTNQLGAIELCVNVLTQGYWPTYPPINVNLPDELSHCQDVFKDFYMHKH
SGRKLTWQNSLGTCILKSNFNKGKKELSVSLFQAIVLLLFNDETHHTYTEIREATGLEDKELERTLQSLACGKVRVLNKT
PKSKDVSHSDSFEFNASFEYALYRVKINQIQMKETSEEQKDTEERVFQDRQYQVDAAIVRIMKMRKTLSHSLLMTELFDQ



LKFPIKAADLKKRIESLIDRDYLERDAKDPTVYNYLA*                                          
>Spun_SPPG_02066                                                                
MAARRPKVAMKIRPPAKKSNAETQWTETWERLSTAIKEIYKRNAGVLSFEELYRNAYNMVLNKQGDKLYNGVRDVVTEHL
QQVARDFVVPSFPQMAPGGGMTGGTEFLKTVKNVWEDHTTCMLMIRDILMYMDRVYVKAANLAPVYDLGLDLFRDVVQRS
PDYPISRHLIATLLYHIRLERDGEVIDRLVLKNIIDMLLGLSEPRGPTRTRNDKTVYVTDFEETFLESSREFYRLEGQVF
LQQCDATEYLKKAERRLQEEEQRIANYLASTTEPKIRQVLEEELLQRHVKAVIEMENSGLVAMLSNDKYNDLSRMYHLFS
RVSNGHAEMRHNASSYVEGLARAINETYGGMGEAADPSTIATSASLAKASEQDVEASAASTQQANPTQWVERILALKDKF
DKILEQSFANDRHFETDINAAIERSINQNRKAPEFVSLFIDENLRKGLKGKTEIEVDSLLDKTVTLFRFIEEKDVFERYY
KQHLAKRLLLGRSVSEDAEKNMIGKLKVECGCQFTVKLEGMFNDMRLAADTMGDFRSHLANSITAPKNMPELYVNVLTST
FWPMNTATSGDTCVFPTEITAAMDHFQRFYHSRHSGRRLTWLTHIGSADIKANFDKGRKEINVSTYAMVLLVGIFNKLAD
GQSISYDRIREESSIPDHDLKRTLQSLSVAKHRILLKSTKGRDISPSDHFKVNTGFTSQLHKIKIQQISATSGSSSSASN
SMETDAERADTLEKVDEARKHQVEACIVRIMKSRKRMDHNNLVAEVVKQLSARFSPSPLMVKKRVEGLIEREYLERDKSD
RMVFEIRAIGRPKEKLKQRAVRKRAYAPEKSKEEALIGKVQVQVSTGTVFVYVPVDPTYEALQERLSRIDACNIGVQRAK
SKDAATLEVETHSALFLTVRIYHDLSDDGVPARFSPVPVRPDVRHRRCLSETSAITTTPKISRPHRASPYVVSVPSSPRT
SSPQSPSTPNCGFGKNSTLRPCFPSPPRSLPASPTPIMQEYPSDTDTGATDKSAFMSEFFYNTSPPIQACFPDIHFEQLF
NNASRTPAPEGGSDVGLLGEPWLDLLPLEDSFMALDETSASVNSGVDADGFEDVFCQVDESIRTSDEFFQREDIGDTSVQ
SCVSRCVLGDNGFEDILRRAREM*                                                        
>Spun_SPPG_02377                                                                
MAAYGAQAQPIDLATTWPKLEAGVDRIMNRLRDGLSYGTWMDLYTLIYNYCTSSRMNTGLNNEPIGGSSSNRGANLMGAD
LYINLKAYLKQHLDALKTEADQQMDEDLLTFYTREWKRYTTATMYIHHIFRYLNRHWVKREIDEGHKTIYDVYTLTLVTW
RDHFFGGGPGTVQQKVMDAVLKLIERQRNGETIDTSLIYNVVESFVSLGLDENDSTKSTLDVYKRYFEVPFLAKTDAYYK
MESEKFISENTITDYMKKAEARLAEEDHRVQMYLHSSTQKGLILTCETVLIKNHTGPIQEEFQNLLDQDKVEDLSRMYGL
LCRVPEGLEKLRLIFEVHVRKQGLSAVEKVAGSSAAPVNEEGDEDDEPTPKKKTKKSAAGDVDPKVYVDALLAVHRKFSA
LVDEAFKGEAGFGASLDKACREFVNRNKVCKEGSSKSPELLAKHCDSLLKKNSKLTEEHEVEDVLNSVMTIFKYVEDKDV
FQKFYQKSLAKRLVHGSSASEDMEESMINKLKDACGFEFTNKLSRMFQDVTLSKDINDQFREQMSRTHEKDDLTDFHILV
GGTASWPLHASPSGFNIPSELLKTYERFQNFYNHKYSGRKLNWLFHLGKAELKTNYVKLGKSPYTLIVTNYQMGVLLQYN
AATTYTWEELLNSTGVAPEQLAGQIGTLVKGKILTVEGGKVGEAGSRYELNMGFKSKKLRIKLDQPVKAEQKAEADDTHK
TIEEDRKMLIQAAIVRIMKTRKVMNHQTLMGEVISQLNARFKPKVPDIKKCIDILLEKEYIERMEGQKDMFSYVA*    
>Spun_SPPG_04663                                                                
MTIDPPAKRVKTDLECEMSCTISTPIAEKVPIVYTLDPFFSQEAPARPLLNVDNVSDELITALETLSTALSEYIQSSCST
VECETALSNASELTNSVHVLRAEGFQSLITEYYFVSVQEHFYKTVATHLQNFEMDYSTLNDEDVDDATYSEWCWKEYTSL
VTRLAGYMNAYTCGFDLLGNVDGTFHTRLYNFFEGHLRRSLPSCWQDVTTRIFEHSLQKYDTFLSNEDSMEDVELELDSL
PELMSQLKSIGLLSESTSALMLVARERVKRKVEECRGQYEEPALAECIQWVEQHLCGGWLRRIVQYERDSTTNLKLDHWC
RDLTVWTSREFCSMRIQEIFDIVRNYAFGLTSEATLTDLKHCLTTSVQKEELVKSLREGIEERALHAGVATEDIITILVA
TENTLRVIDPTSNMLLKTIGPMKEYLRRRPDTVQHILSRMLDEDSELAEAMRQGDSVRDAEGADDDYDNWEPEPVDAVGT
RQERAADIITRLISICESKDAFVHEYHKMLLDCLIHKLDYETDKETLEVELLKTRFEEASFNQCEIMLMDMATSRRLDHQ
LYSKAGTEETMETESNPAPLHTTVMSHLFWPPLDTTDFSLPPEIERAKRTYERHFEEQKPNRKLAWKPNAGIVEIELQME
DRMETFTVTELQATVIHLFGEQSPLTWDEIVAKLREPNSPEDFKQDVGDCLSFWMSQGILKQLDEETYAPIETAGEDISN
GPSLPMPTSRRNEEDRARAKQAAELRTKFQPMIMAMLTNQGPATVERVKNLLTMFFQFSHTQNELQTLLDQLVSEGLLLV
GRNREYSART*                                                                     
>Spun_SPPG_08614                                                                
MSLRPKRVDFNASFPAFRQELLNMFHSTTARAKVSGIDMFQQVYDLCTSYPKPHTELLFQSIGDLLREHVSGVLQTILSR
DDVVTAYAREWEKYRVAANYANIICEYLNRMLLKMRPPFGDTKRPFSHGRYLKLSVEALAFHIWKETVLAGLQTHHGNRL
VFQLLDWIRQDRDGHIVLHDVIYNAINSLVQLNQHTDQPLQLYIEMFENPYLEDTRDYYARESNTQIAQDRISCYMRKIH
ERLADEGARSARFCHPTSLERVIKECELQCITAHHRELYAEFRVILENERFADCILAYSLLSRSADGISAMLDIFENFII
TIARDVIGRLGSSLTKDPREYAESLMSLQAKYMGMCDEVFAGNLAFTAAVDKAFRSIVNTAIPSTSSSAAELLARYCDLL
LKRTAKGLVESEVDDKLSRMITLFKYLDDKDVFQKFYSRMIAKRLIYGTSVSEEAELNMLSRLKVAACGVEYTSKLQRMF
TDVTISNDLNVGFSKFAQLNSINLGTEFSILVLTAGSWPLSASASGFVLPSALEKSVSQFTTFYGKHHNGRKLTWLHHLA
RADVKINHMDKRYELNVSLYQLGVLLLFNVTPSLTIHDIIHQTKLNSSEVERILKIFVDINLLTVIDTQTYIVNHGFASK
RTKIKINTALQTETPQEVTAARKAVDEDRKLYLQAAIVRIMKSRKELSHTQLVQQVIDQAKVNFAPSIPVIKRCIEQLIE
KQYIDRVPHTRDRYVYIS*                                                             
>Ecun_XP_955735                                                                 
MGSCTRRSRESTAVKNFVMEYLKNGSTASTCEEIYQLLHHTLRTRVSRECLKQVKKVSRTFVNESIEKTNEMELEDVGRY
LYGFNCHWDRTMNLFEKVFRPITPIGRNLMEGLFSRLFRRFVRGVEGRLTAFMTWSLKEEIERKGDGGEAAVSSYENYES
SPNKKQKVSQSSPAILKKTSGREEDPRRFESLCRREQITAIVHILQSRGCFGIFLERVVECLIAALSSRVEDKEVEIFGI
KDLIDEYRKAEYMKDYFYAVESGLIRRVVMKYTNEEIFRMLCREDEMRLCMDFFCISNSEKRLVEALGEYCREIIENLSA
DGFITGYYWIYLKFRDVEKCKDDGYEEISEGIRRCKKDVVNSNVERVVECICGWTDSLLRGRMSIEKTTIEGMDHRIQIP
GSREEDVLETRGVLKRLGIDEVLLEGGVWKEYLLSNIFRAIGEIFDLCNDKKAFEMALQNRLGNRLISQSSVSMYWENLL
IDGIDPGRNSLGKMRCMIRDFSERELFMGHEVLLLRACKWPGYEGTSLGIPDVEEVKGKYEDALRNKKKRIRWNDLLSSC
SVEILGHAATVTLTQYLMIRQLAEKDRAAEDLKIYKGWDENLGALVKNGLVRADGRRYFLNMDWEGNCSGNRLIPDTFPL
VRLSEAARGFDKSESCKDLLDCRIIKEMKNKRVLDRDELRRLMGREYSSEALDERIESLAGREFLSIEGESIRYLP    
>Ecun_NP_585844                                                                 



MFIADHPRMDVQEFERLEDLTMLLLSGHRTFSSKDFMEVYDIIYSHCTETAAAFETRGAKVYECLERTMVSYVDRLRCFT
SLKTLHGQLLEFSGALDLVARAYSYLERYFIRVSLERRDGHIQDVRVLGYTVFYRRYMERMMAQAKEMIFFEIGVSRGSR
DYNFGRLGETVKLLKRMLFFCNESEEYEDMIQRYLDGVEALVDFTGEINKILKRVYLEIYIASKVFDPDNNRLYKGIAAG
VRNRFDDVLGLLVHKMERFEKFKLYVKIVHFMEPEYMARIDEKYKEILRKKVLGAGSLRELVVEYLNICRQMEENLMRED
ELVPYLREEIRKHLHMSGRLGFEDEVYRDIDRTVRNGEEMGGEMEALVMFVSLMSSKEVIVGKIARDARRRLMSCKSNLK
REEMLVLSMEKHLGASISRCMSVMYENQANYVRNSFRIAGQATEFVTETRFLTKGFYDLRASGESLPPPLRDVWRIVSQP
KMAQYPRGELLCCHSLSPMVFSMNGFNFRMNTDKVVVMLWLDVDRGVSDLERCVGGTGFRQNLEYLLSNGFVMCTDGVLS
LNRMFSCREYGYIRNKYRDRICLLDSEHNLVLDGDGGSGMLEEVVDLFEAEISEAVAKRETEATGSSSDAVLEARVMRIL
KREKRVESLRMCRMVGEEFGDDEKAVMQTVEKLIEKEYCRADGDYLEYVP                              
>Ecun_NP_586014                                                                 
MDIGRRTLSEEDFSSIWCSIERELGKLASGGLCSALEIYNKIYVVCTSSTPRLESRLYWKIGDFIYMRAREIRREVFDAK
DWIEEYNRGFRKFREMVFAIDELCDFLNECVKGRTMRDLGFLLWERCVLQQTAKYKHTTLGFELVSQGRIEVVKEAIESF
RLIVPDAKNPMLYYTQRYEQFALQKIGCKYSEEIKSACEEVERYSFYVREKIFYEKSIQDKIFLEESWPKMEMILEEVFI
LNKRDYLLSEIHRIMSMYRLPVEILAKISGEGECDKHRTDSGGHRTNDFYELQGGSGARKAHNDVFLEKMSVLYRNLSEF
KSAYAILQEVFTRYVRDESEKHIHVYSRSIETLYVFHCMLRHVVDVGFLGDRECLKILKKEFSASCMRLKPSLEARLLEF
SGCIVGNSGNAFKFLDSEFEGADDGGRMSLPFLGDGEVCGDGPGLGQSFCGKNDFLRQVFGTLYKMVENKHVFYEMYLSG
LGKRLLEGNPNLQEERKLISLMKRKSNQDFMKKAETMIADISISLSYNKDVDRFVWILTQAYWPMQAESQSTRIPAPLEM
IKKVYDSKFNKKRLHWVWHLGSVCVEIRGVEIQMNVLQYSVVDLFNKHEEIDFEKVLGLVKMGTKTTDDVLRSLVESNLV
VRAGDWYRMGDVSKVGEDIRAFYCSESICMAHEIDRSAYYQSLVSRILKRRKRMCLGDILKEILAEHTERFEYDEAMFSE
GVRTLGDKGIIEDVEGIYVYLP                                                          
>Npar_EIJ87227                                                                  
MDPPVASINTERFTTYWEVIQGEANKLASGVKCSGMKIYSSIYHIVCGGDVSYAVRLHWCIGKFFFAFCVKLREKIQGED
WVKEYAAAFNIYENTVETIDLLSLHLNEAILENKECKNVKDLGYIIWERCILRQRYEGNLPALSESLPKRRKYAEVCLRS
LSKIITNSENRFEYYKNNYEAGLFSLIIEEFKYAVNIQGEIKLASYLLKCSNCIKDSIKTYTPLLLPISLPALEEALEKV
IFSKHPHAVKEEMLRILMKKDKQEIKDLCLSARLLSKKVFPAFLECIKEFINNTWTTEKTCQAAIATYIELSDLLMPDKC
AKTLCVLKKVLSTKISLAGIGKEMGDYLESLINEKNVDKIKQMNILLDSLPIKEEKQVFYNMYTSKLAERLYSLKFDPAV
EKETIVNLNLPWLLKKKVNKIFDDMVQSTNENELFKQAYGAEHFRYLTSNSNEIFFYGIITTACVWPISEEAIQTTRFPA
EIDSILTAFSGQYLAKHARRRLAWADALSIIEVEITTDKVYNVSMSLTHYSVLDIVEKSPGMLDHISKEAGLSTKATANL
IEPFVRLSIIQCTNEIYSINSKFTSATENITIQAAESTLKRIGNRKSYYQAWISRKLKQMGECPLNALSDTLQKTHTSIF
EWNVQEYSEALRSLNDRGLVEIADTTIKYLP                                                 
>Ttra_AMSG_01998                                                                
MCRLYEKVEVRLAEEVDRVARYLHHSTLERLTKTCETVMVAQHIDKIQAEFPSMLTQDKQDDLRRLYNLLARIENGLGPL
RDIFRNHVRDDGLARIEALNNVNDDDDDGAAASSSTAAASKDEKKKRSSKKQEFKSYVETLIAVHDRYWSLIVNVFAEDN
GFAVEMNKAFDHFMNLEGNRSPEYLSLYIDDKLKKGAKGVTEDEKSAIIDKCLILFRRIEEKDMFERYYKNHLAKRLLSG
RSASNDAEREVITKLKSECGMSFTHKLEGMFKDVQLSADIMDKFGESELAKNLGITLSVQVLTTGFWPQVAGSCILPPEI
AKCQEVFKQFYLNSHSGRVLNWQSTQGTADLKATFGGKTKEISVSTTQMAILCLFNQADSMTFTEIRDATELDIVALKRD
LLSLACAKYKILTKEPKSKKIKPDDVFTFNETFKCKLFKFKIPQVVTKESSREREVTIRKVDDDRKFKIDAAIVRIMKAR
KTLDHANLVAAVIKQLKARFTPNPPVIKKQIETLIERGYLERDPKSRKQYNYLA*                         
>Ttra_AMSG_04777                                                                
MWRDKVLAPLKDRLVYAILEQVRKERDGEAIERELVVKPIESMVKLGLERNKPLAVYSETIELPYIAALHEYYAAETTNF
LAQNAVPDYYSHAETRMAEESARAVLFLDTSSEPRVTAALTDIFVTAHLPALQGEVIPLVAAMVADSSSESHAAKALARG
YALLARVPGAFDSVQDALGAFVVERGLAALDKLGDEPASNPRKYVEALLEHYAAFRTVVDTAFAGSGQFSLVLDKAMREI
VNAKPKTNAGSSGGASSLPPAAELLAKYCDMVLRKSSKSQLEDAELSKVLDSVMEVFQYLEDKDVFQKFYSQMLAKRLIQ
SLSVSDDAESAMISRLKKAAGYEYTSKLQKMFQDMTLSDELNASFATAVEKTGMDIGGVAFSFKVLTKGSWPLSSPSTPF
VQPPELDKLIKRFEAFYKNQHSGRELFWLPELTKGELRTAYLAKNHDLIVTNYQMAILCLFNRGTVFSVAEIGKLVGLES
KVLMRNVASLVKVKLLSLVADAGDTAVSQAEPKAEAKAKTEAKTEAETDDAAASSSAKPSKGKKGKGKKRAPIKLNSSTK
LEVNLNFSNKRIRVKVLSSLIRDSTEERAATVRGVSEERMFFLQAAVVRLMKARKKMAHSVLVGEVCEIAAARFKPRVAL
IKKAIEQLIDKGYLARVQGEKGMYEYLA*                                                   
>Ttra_AMSG_05411                                                                
MIRKGANLGRRPKARTKITIKPFKVKPTLPANYFDESWNKLRTAVASIYGNSGAGGSSLEELYSLVDNLCSYKHAAELHT
KLMAELESIHVRMGAELAARARELDGPRLLSAMDGVYTQAAEHLLLVRQVFLVLDRSYVIATPRLTSLWASGLALIRKHV
LAAHPALLSGVVGALVDGITAERSGHAVDSEIVVRLVQMLVALQLYEDHVEAKFVDATAAFYAQEGGVKLAQLGLPSYLA
HVQARITEESERLTRYGTVALSGERVLALVDEHLIRANVEVVLEQGGLSELLNASMHEPLATLYGLLGRVSALPALCTAI
RGYVESTGTAIVSDPAKDKGMVDALIELHTRVLAVVEGPFQNNPDIGYALKDAFEKFINVRQNRPAELIAKYMDKLLKSS
AGKGSDEDVLLGKLDAGLALFRFVSGKDVFEAFYKKDLAKRLLLGKSASADAEKAMVARLRDECGSTFANKLEGMMKDIE
LSRELNASWSEGGSAASVAMFAHVLTMGFWPTYPEHTVLLPPDMAGHVDDFEAFYKTKHSGRKLKWQHSLATVSLGAVFP
SAGKRCWPSRSSRPLSCCCSTTATRCLLPTSRRRPNWTTRNWCERCSHCVQASPRPASCSRAPRASLSAATTSSPSTPPL
PTRCSRSRSTRSRSARPRPRPRRPRPASSRTASTSSTQPLSAS*                                    
>Ttra_AMSG_10992                                                                
MALEAAGTVGTGAEAEALFSAYARAIADEALPPQRARDVWSGLLEVLEAKRGCDDEAGVVVGSVIEATGKIVGLFEAVAT
ALDTLAAALGITPEAAESRQTAALAGLQAALQVALPHTLFEEVMAVVYKEALLVFGLSVVCRDDDDEEYDDEDDDAENDD
EDEAATSAGSAVLGLDSLTQLMHQLSVLGLAQASVSVVTQLLYRVVEAHILSQAKGEFEEAWLDELIRWMEADVAVAVEA



VVKGCGNATVAHLRERLWFHMYEAFGELRIRELFDIIVDFPDSAPAVEDLRRALARTWQHERLVDVLSAAFDKRLLHLGA
NTVDILGQYVSSIKVLTRLDPSGVMLDSVSHGIRNYLKNREDTIRCVVTSLTDPSPTSLLGGELVSASGPTGSGVGGGRG
GGAANEDYDNWTPAPLESGALSATTTAPAARTDILAMLVNIYGSQELFVSEYKVLLASKLLAITDYNTDDQVRNSELLKL
RFGESSMQPAEVMLKDLADSKRINAYVHSHEGGGDNELVVSGTVISRLFWPPLKEVNFQLPPAMAAQMETYAKAFHSLKT
PRTLSFLPNLGSVSLTLEFDDTELEVTVSPLLATIISYFDAKTAAAVGGASIAVDGTVTWPARALAKVVGIDVALLRKQM
VYWLAASVVVDAGDECYASVSVLGDAPSSSAGGAGGMDADSGVASLEDQKAEEMRVYQSYVNGMLGNLGALPAERIHNML
KMFVANSGYTASLNELISFLNTLVRKEELAFADGMYSLPK*                                       
>Ttra_AMSG_11828                                                                
MPGKLRMSMREFRKVQMEPSHAEATWELLKNAIRQIHSQNASGLSFEELYRNAYNLVLHKYGSMLYNGLRDVVGAHLRKV
AEEVASLTDGSDFVLGVDKAWADHSLSMIMIRDILLYMDRAYVENKGIKPVYQLGLQLFCTTVIQHPRVEARLSAALLDI
ITAEREGQIVDRELVKRMTEMYVALGEDSLSVYKQYFETPFLLQSREYYQNEALAYIADNSAAAHLRRAAARLDEERSRV
AHCLDASTEAAILAVVDTEFIANHMKTIVNMDRFGLSAMLDGQRVDELELTYTLLERVAGGRELLLDALTEYIVSKGKLL
VADKMMEAKNGPRSAIPRRGLPASSSPRKSTTSFSATPFMPTASTRPPSTRPLRRLSTSTRARPSTSRSLLTVN*     
>Ddis_XP_629756                                                                 
MSMMTSTPTKRSVKLDDIWPELEEGIYKIITDLNKGFPKQKWIALYTHVYDYCAASQSKSSAKVGMPKQQASGANYVGED
LYNRLNLFLKKHMSQLLKLTETKMDEPLLNYYYTEWDRYTSAMKYINNIFQYMNRYWIKREIDDGKKEVYEIFILSLVIW
RDCLFTPLKQRLTNSLLDIIESERNGYQINTHLIKGVINGYVSLGLNREKPKETILQVYKSGFEELFLTATENYYTNESA
KFISENSVADYMKKVETRLNEEVKRVQQYLHQNTESELIAKCEKVLIEKHVEVIWNEFQTLLEKDKIPDLTRMYSLLSRI
PRGLEPLRTTLEKHVQNVGLQAVSSIATNGVIEPKVYIETLLKVFKKYNELVTGAFRSDTGFVASLDKACRRFINENAVT
IAAKSSSKSPELLARFTDFLLKKSPNNPEESEMEQLLNDVMIVFKYIEDKDVFQDFYSKMLAKRLIHGTSTSEDLEGTMI
GKLKSTCGYEYTSKLQRMFTDMSLSRELLDRFNNHIEQVERSSLNIDFSVLVLATGSWPLQPPSTNFSIPKELQACEQLF
QKFYQNQHSGRKLNWLHHLSKGELKTKYLQTSKSGYTLQCSTYQIGVLLQFNQYETLTSEEIQESTQLIDSVLKGTLTSL
AKSKILLADPPLDDEEIAKTTKFSLNKQFKNKKTKIFINVPVLTQVKEEIDSIHKTVEEDRKLQIQAAIVRIMKMRKQLA
HSGLMTEVISQLQTRFNPKVNIIKKCIDILIEKEYLMRVEGKKDHYSYVA                              
>Ddis_XP_629469                                                                 
MNFNNNNNNNNNNNNNNNLNNNNNNVNNINNNNKKPLTNSLAGTPPAKKILVIKNLKQIPKTPDNYEDSSWNKLSSAITS
INMKQATTLTQEELYKMVENLCFDKILASNLYNKISVQIEKHITLTIKHLVLTMSSDPIIFLKSINSIWKDHTNQMIMIR
SIFLYLDRTYVIQNSNTVKSIWDLGLFYFGNNLSQQSNLERKTIDSLLYSIRCEREGDEIDRDLIHSLVKMLSSLNIYTK
FEIEFIKETNRFYDMEGNSKINEIETPMYLKYVCERLNQEGERLMRYLEQSTKKQLMAVLDRQLIERHVDVILEKGFNAM
VNGDRLEDLGKLYQLLNSVGEIKKIKESWQSYIKQTGIQMLNDKEKEATLIQDLLDYKDRLDRILSQSFSKNELLTYALK
ESFEYFINTKQNKPAELVARFIDSKLKVGGKRMSEEELETVLNKSLILFRYIQGKDVFEAFYKQDLSKRLLLDKSTSIDA
EKSMISKLKTECGTTFTAKLEEMFKDIELSNDIMNSFRDSPMTQNFKSIEMNIYVLTSGNWPIQPPIEATLPKEFLEYQE
VFNKFYLSKHNGKTLKWQNALSYCVLKANFIQGKKELSVSLFQTIILYLFNDVIDGGELSFRDIQANTGLAIPELKKNLL
SLCSSKSDILIQKKSSTSSNTSSNTSSNTSSSASGSASGGASGGATKTKVIDETDTFLFNSKFSSKLFKIKVNSIQIQET
VEENQKTNENIISDRQYQVDAAIVRIMKTRKTLAHNLLISELVSLLKFQPKPVDLKKRIEILIEKEYLCRDPENAMIYNY
MA                                                                              
>Ddis_XP_643183                                                                 
MFQNKEQTESILVWEKIVSIFSIPSQNEILNFKQKSPNNIDNNLKQLFNFVKLYKLESLVLDWYFESIKKYFKSTLSNEF
WKFFNNVNLAELDSSTTSGRQLKFINHQFALSINLLHKVFSFFKSNLFLFYELLFKKESYNFNFLIKKLQDLLITNIMHT
TNQQTKYFNTILFMFFERDFISFTKSFYHSKKQILKDEEENNNNSKDLEFNDQQQEEEEEEEENEEESKSYIIMEMSFED
SITDINIKEDSFMDLCKKLQDLNFIVISEEIFTQILFKKVFEYIETRCKGVFEKSFLKSILEWADQVIFKWLAMILLSST
TTTKINNYNDIINNNDDDNDDDDDDENKENSLKIFNQWKKRLEFSIYENYSQQRISELFDMIVQYPDSLPSLEDLSICFQ
KIPIEKTMITNLKRVLHNRLLHPGANTSDIITQYISTIHAMDIIDPSGMVMEKVGKPIREYLSQREDTIRCIISSFTEES
NEIYQELCNYDPQDNGGDDDSNNSLLAFGNCDLYVDEGDNFSSIDDFKFWIPNKIDGSSTTISIGNAKANNNNKKKKKKD
TISHLVNIYDGIDLFINEYRSMLSDRLLSVVDFDLDKEIKNIELLKLRFGDSVLFNCEIMIKDMVDSKRLNLQIKNSQGV
NNNNNNNNNNNNELKEFETLILSQLFWPTLKGDEFKYPKSIEKKMQIYSKEYERIKTPRQLIWKQHLGLVDLDLEIGNNI
QSFQVSPIHATLIMLFESDDGDDDDEKELTLEYLSKQLEISKDLVKKKLIFWLNNQIIKETSHETYKINNKEKEEQKQRQ
QQIENDDQDESSSDDDDDDNNIVVEEEEEEKSTSAKEKEEQMRVVESFIIGMLINFKTLPLERIHSMLTMFNSELYTSTI
HELKAFLSKLVNEEKIELVGNDFKIKK                                                     
>Ddis_XP_641893                                                                 
MSDQITVDELWAECEQTFEDLFLNLKKGLSRKRYMEIYTKIYNYCSSANEKALIDFYIPKVKVLVAQKAVEIMSRSESYP
NDALLLFFRNQWNEWKMSSNVLKNLLSPVNKIHSSDKKTTSSSANQNESVVYSDTLNSWRETAFNPLKNKLSVSLLQIIK
NDRTGFSTNLQVLSDSLECYVQLGPEKNKLEIYQSCFEQQFLQETETFYKAESADFIEKNGVCEYMRHVYNRIEQETNRV
NQYMPISTLEKLTKILNNVLISNYKEQFASKFLDILIEDKSSDLVMMYSLLSRVNHLTPLKNIFSDFIKSEGLKEIESNL
KEAQEKPQVLISILLKIYSRFNIMIKECYGNDTDFTTAMDKSFSILVNENPASYDPKKKESNIPVVLSKFCDQILRKGPH
HISDEAELEKKLTEAVCLFKYLPDKDIFMLNYQKMLSKRLVEDLSASEDAETLMINKLKNYQGFDYCTKLTRMITDMRLC
KDININFQNHLNEKSLTLPYQFNFYVLTNGSWTLTNKQTATPFKPPSEMLSSITYFESFYKKSYQGRVLTFLYDFSRADV
DSRQAKGKIYKLTTTAYQMAILLMFNGADKITRFLINDTIGLDETSIRLPLLALIKTGIIECSEPSFKNWNNDTEFTVNS
KFSSKKMKVSCNIAVQIGETKQSEGQQTVSEQEIEKERFFKLQAAIVRIMKSKKTMTHNDLTVETTTQVSKWFTPKITAI
KKAIEYLIDQEYIRRTTDDNPSARKYEYMA                                                  
>Ddis_XP_647212                                                                 
MMNGLGRQDIDFNTIWKNIADQVYKILTGSQNVSAMFLYEDVYKLCIAQPQPYCEPLYENIKKFFEQHVDQILLIILDTK



SDTISEYLKQWKLFFSGCELCNKVIFRYLNLNWINKKILDKKFGHPPDVYEIQILGLMIWKERLFFKIKDRVLKCVEILI
QKDRDGELVQHQFISQFMESLIKLDSVDKDRTLYLIEYEASYLENTRQFYTRESVAFIASSGISSYMKKAETRIDEEEQR
SQKYLNSSSHDKMRRLLHSILIEKHKELLQSECINYLKDEKLDEIYNMYKLLSRIEGGLAPVLETVQKYIQHVGIDAIKS
IPDRNNPDPKIYVETLLKIYLQFSSIIKKSFNNDVSFITVLDLACHKIFNQNHITRNTTKSPELLAKYCDMLLKKGNKQH
EEIELEEKLGQIIVLFKYVDDKDVFQKFYSKMLSRRLINGTSVSDDIEKFMITGLKQACGFEYTSKFQRMFNDITLSAET
NEEFKNHLIKNSLSIGKIDFSILVLTSGSWSLHSQTSSFIVPQELTLCISAFQQYYSTQHQGRKLNWLHHLCKAEAKSFF
AKKSYDFQVTNFQLGILLIFNTQESVSLEEITKFTNLNENELSRTLQSLIEAKILISKKKDQNSINNNNNNNNNNNNNGE
GNNSLVDSANNMQPSSSSSSTQEYTVNSAYSNKRSKVKVSSSLQKETPLQNEETYKGIDEDRKLYLQASIVRIMKARKTM
NHVSLIQEVIEHSRLRFQPNIPMIKKCIEQLIEKEYITRAEGESDRYLYAA                             
>Ddis_XP_639922                                                                 
MMAKPNGKIQFKNLQSHGVLADPDFPKRTWKLLKTAMRQIHQQNASNLSFEELYRNGYNMVLQKHGDLLYNNLKKMVDKH
LKAVAKTVSESIDEKFLLELNSSWINHKTSMLMIRDILMYMDRNYVKQNNLSSVFDLGLYLFRDNVAHCSTIKDRLLNTL
LSMVQKEREGEVIDRILIKNIVQMLIDLGVNSKNVYIEDFEKPLLLKTSSHYQAQSQTLIQTCSCPDYMKKVEICLKEEL
ERVSHYLDSSSEPKLKEVCEKQLISNHMRTLIDMENSGLISMLKDDKIEDLKRMYNLFSRVSDGLNLMKDVISSYVKEIG
RGIVMDEEKTKESGTYFQSLLDLKDKYDNLLQNALYNDKQFIHSIQQAFEYFINLNPKSPEYISLFIDEKLKKGLKGVSE
EEVDIILDKILMLFRLIQEKDVFEKYYKQHLAKRLLLGRSISDDAERNMIAKLKTECGYQFTSKLEGMFTDMRLSQDTMS
GFKTYIQNLKKALPIDLNVHVLTTGFWPTQNTANCNLPREILLCCEAFKSYYLSNHNGRLLLWQTNMGTAEIKANFPSKS
HELQVSSYQMVILLLFNDQSKLTFKEIADQTGIPTIDLKRNLLALTNPKNKILDRELPSTTSSTTTTTTTATSSSTSTSP
SSSSSSISTPTPSKSIDESDVFAFNTKFKSKLFRVKVMAVVQKETPVEEKETRDKVDEDRKHQIEASIVRIMKARKTLEH
SNLVSEVIKQLQSRFVPNPVIVKKRIESLIEREYLERSKQDRKIYNYMA                               
>Ppal_EFA84651_1                                                                
MANNNQNITLESLWESCEKPFQDIFVHLNKGLNNQTYMAIYTIVYNYCSSQNDGVLKDFYPKIENLLASKAAEIIKGADD
LTDYDLLLYFRNKWNDWKFSAKVLKNWLEPVNRIYASDNSSRSTPVSGTGGPSQSSPPQSKIMQDGLNAWKKAAFDKLNN
KLSASLLKIIQNDREDRDSSNLQVLADTLECYVQLGPEKNKLEVYQQYFEARFLSETEKFYKVESLDYVAKNGIPGYMKH
ISKRVEEERARVQKFMHSASTLDKLDPLLNQTLIIDYKEEFANKFLDLLTENKEEELTMMYNLLLRVDHLETLRVKLQEF
IKIEGLKEIEKDLKEAQEKPQVLVKILLEIWNRFNRLIKNCFNNDSRFHSAMDQSFSIVINNNPASYDERKKESNIPVVL
SKFCDQILRKGPYHISDEAELEVKLSEAVCLFRYLPDKDIFMLNYQKMLSKRLVEDLSASEDAEASMINKLKAHQGFDYC
TKLTRMINDMRLCKDINTNFQNYLNDQGLTLPYTFNFYVLTNGSWSLSNKTSTTPFKPPTEMLPSLTYFEKFYKSSYKGR
VLTFLYDFSRADVDSRQVKGKVYKLTTTAYQMAVLLMLNSSDKITRFQILDTIGLDENTIRLPLLSLIKIGVIESDNADY
KSWTNDTTFSVNPKFTSKKMKVNCNIAVQIGETKTSEGAQTVSQTEIEKERYFKLQAAIVRIMKSKKVLSHNDLVVETTS
QVSKWFTPKIPTIKKAIEYLIDQEYIKRTSDDNQNQRKYEYIA                                     
>Ppal_EFA83667_1                                                                
MSIASTQSVSQKNVKLDEIWPELEEGIYKIITELYKGFPKQKWMALYTHVYNYCAASQSKTGKVGVTKQSNAGANYVGEE
LYNRLNNFLKRHMKELLKVAETKMDEPLLNYYYTEWDRYTCAMKYINNIFQYLNRYWIKREIDDGKKEVYEVFVLSLVIW
RDCLFTPLKSRLTSALLDLIENERNGYQINTHLVKGVINGYVSLGLNREKPKETILQVYKTSFEELFLTATENYYTNESV
KFISENTVAEYMKKIENRLNEEVKRVQQYLHPSTETDLISRCEKVLIEKVVEVIWNEFQNLLETDKIADLTRMYSLLSRI
PKGLEPLRATLEKHVQNVGLQAVSSIGAVGATDPKLYIETLLQVFKKYNDLVTGAFRCDTGFVASLDKACRRFINENAVT
QAAKSSSKSPELLAKFTDFLLKKSPKNPEEAEMDQLLNDVMIVFKYIEDKDVFQDFYSKMLAKRLIHGTSTSEDLEGVMI
GKLKSTCGYEYTSKLQRMFTDMSLSRELLDRFNQHLEEQSALGGIDFSVLVLATGSWPLQPPATNFSIPKELQACEQLFQ
KFYQVQYSGRKLNWLHHLSKGELKTKYLPSNKSGYTLQCSTYQIGVLLQFNTDEELTAEEIQGSTQLIDHALKGTLTTLV
KSKILLADPPIEDEIPKTTKFTLNKQFKNKKTKIFINVPLAQQAKEETDTTHKTVEEDRKLQIQAAIVRIMKMRNHYIMN
YASFSDKASSTTQKPPIFITQPTHNTTQLINSTQSSFVQ                                         
>Ppal_EFA82957_1                                                                
MVYLNKEVLSEKCHISNTNVITIRTISIFIGNMLDLKDICILKIVKLIKDGNLNVLSYNQILPLDLIEYLLTMLQKIEKW
PLNNQFLEYLSLYSIESLDLGNQELINLSQWSNYLDLLNNNNNNNNNCNNNNKSNDNNNNICNNNSLYSICNSLSQLSLS
GISMLNDQILSRLLKHFQRSLKSLKLSHCTLLDGSFIASFNQSVFKSIEYLNVRGCISMIPDNFLFVNIKELILSKTNVT
NDDLSMFGNESTLRSNASNNRYIEKDDEAGGDVFISKPFRPNLVELILKMTTSKNDNDTTTQLEHKQQNQQQQQQQNLCT
QIIKQNKQYKVKMNHKKTTAPMSSAPGSRGIGGSAPKKLVIKNLKTVTNSFDNYESESWLQLENAVNCIHMKLSIQLTLE
DLYRMVENICLSGNATNLYKKLSELIEKHVKHSLKSLVGSTSDLVDYLGLLNTCWKDHSNNLILIMSIFLTLDRTYVIQN
ANTVKSIWDLGLHYFRETLLSTPELDRKLKGGLLVSIESERNGETVNRDLLSSLIKMMKSLHGNRLVVDYELPRYLKHVQ
TRLNEEYDRSLRYLDVVTRKLIVAMVEKHLIERHSNALIAKGFDQLIDLNRIDDLQLMYSILARVGVLQQLKTAWSNYIK
KTGLAMVTDTEKESTLIQDLIAFKSKLDVILSVSYQKSDLMTYSLKESFENFMNKGDNRLAELIAKYIDSKLRSGNKGMT
EDELEDTLSKALILFRYIQGKDVFEAFYKIDLSRRLLLEKSTSIDAEKSMVSKLRAECGNTFTQKLEGMFQDIELSEEIM
QNFKQSTSLPITINVFVLTAGNWPTYTPMEALLPKEFVEQQELFTQFYTKKYSNRKLLWQNPLAHCILKATFPSGKKELY
VSLFQTLILNQFNNADELTFTQIKELTGIEEETLKKNIKPLTSSKTRILNRKSKTKSKSIESDDLFSFNNDFTQKLVRIK
VNAIQSQETVEENKKTNDGVIQDRHQNIDAAVVRIMKARKSLTHNLLIAELIQQLKFSPKIIFDHIRLKRCCSHDRCSKH
FKYNEMIKNPYMMAYYNYFNLFEKFMEGAKSNSNLECTTVNSNLLFITATRVGNLPMIKYLIDYYDPFDNQYTLNNMLVA
ACQFDRFNIIKYSFEKV                                                               
>Ppal_EFA80076_1                                                                
MTDFENQRILCLESVRLVLDNSNITPKEYMPDLPETLYEEIKSTIENYLFMARSEQFNTSVSYTNEELFDSFKSLWSNFK
KSVRLLSNILEPLSRVDPYVKQNIISLGFTHFKSIIIESTSIASIVLIDQNKEM                          
>Ppal_EFA80064_1                                                                



MSEATMSSSLNIDLIKRLESYQVLFNDKISKVFWSYFINTNVDTDKNNSRFTNAINDVHQYFTKTRDELIEFCNINNIQN
KEIWVERLQNMLMASLIIDKEQSKRFNQILFSFFESEFVSFSKSYIGSMRKVVVESEELDDDDDDEINNNSSVANQDNEM
IDISLNDSFTDISVKELMFMEICDRLSQLNFIIVSEDLVSRILLSKIHEYIDTKCRGEYERRLLKPILNWADNVIFKWLS
MILSKSSGATFEQWKMRIEFSIYEYYSDQRIDELFNMIRLYPDSTPALQDLSICFQKISIQKTLVENLKKVFHQRLLHPG
ANTNDIITTYISCIQSMKIIDPSCIVMDQVGQPIKDYLANREDTIRCIVSSFTDETNEIYQEFSSGVENDDGTDQHALDI
ENCDVYLDDADSHMDFKSFESWQPASLESHPNQKKQKYKDTISSLVNIYESTDLFVNEYRLMLSERLLSMTDFDVDKEIE
NVELLKLRFGENSMHNCEIMIKDIQDSKRLNNQIGQQLREKQLEAIKFDTLILSELFWPSMKDEGFTYPKSLSSQMTAFS
KEYEAIKAPRKLQWKQHLGFVELEIEINGQLKQLSVSPIHATIIMLFESKDRLSLSELADQLQIKEELVKKKLGFWVANQ
VLVEVERGVYETVKPTSTADGKSSMDVDNGGMEGTGSDALDVVVEDDEDEQQSASAREKEEQLKVIENFVFGMLNNFKTL
PIDRIHTMLTMFNPENYSLTTAELKSFLQKLQNEERLEFSGGEYRIKK                                
>Ppal_EFA79173_1                                                                
MSTKPTKFLVKYSSYPHNNDPNTTTTAWKLLEEAIKTIHLKNASSLSFEELYRNAYNMVLHKNGEMLYNNLKNLVNGHLK
EVAKQVEIANDEAFLNELNTSWSEHKTSMLMVRDILMYMDRTYVDQAKLPTVYDMGLNLFRDNVVHSPYIKDRLLNTLLD
LIQKERNGEIIDRILIKNITQMLIDLGVNSKIVYEEDFETPFLAKTASYYQVESQQFISSCSCPDYMKKVEICLKEELER
VSHYLDSSSEPKVKDVTEKQLISNHMKTLINMENSGLISMLQEDKIEDLKRMYNLFGRVSDGLNYMKEVISNHIREIGKE
IVMDEEKTKEQTTFFQSLLDLKDKYDRLHKEAFYNDKQFQHSLFRAFEYFINLNPKSPEYISLFIDEKLKKGLKGVSEEE
VDVLLDKILMLFRFIQEKDVFEKYYKQHLAKRLLLGRSVSDDAERNMIAKLKTECGYQFTSKLEGMFTDMRLSVDTMAGF
KNYIQTLQKPMSFDLNVNVLTTGFWPTQSASNCILPREILHCCEAFKAYYLSNHNGRLLIWQTNMGTAEIKASFPSKTHE
LQVSTYQMVILLLFNESPKLTFKEISEQTGIPPVDLKRNLMALTSAKNKVLDKETKDAKEAPNKNIEESDVFFFNTKFKS
KLFRVKIMSVVQKETPVEATETRQKVDEDRKHQIEASIVRIMKARKTMDHSNLISEVIKQLQSRFVPNPIIVKKRIESLI
EREYLERSKQDRKQYIYMA                                                             
>Ppal_EFA78583_1                                                                
MASNLNRKAVDFNQIWLNLENGMQSLLNAKHINSMELIEDVYNLCVSRPQPHSEPLYENIKKFFENHVDNIRETILSTNS
DTITEYLKQWERFSLGSKACHVVYRYLNQNWIQKKMGDKKYGQVADIYEVYNLALMIWKDRLFYKLKDKVLRCAEILIYQ
NRENGTDDQDANVTKFMNSLINLDNIDKDKVLYKSEYEASYLANTEQYYARESSAYILTYGISSYMKKAEIRIDEEYLRS
QKYLNSTSHERLKRLLDSILIEKHRDLLHAECINYLKDEKLDRIIEGGLGPVLETVQNYIQHTGFEALKAIPDKSITDPK
VYVETLLEIYQRFSAVIRKSFNNDVSFITALDAACHKIFNQNHLTKNTTKSPELLAKYCDLILKKVNKQAAEEVELEEKL
NQIIILFKYVDDKDVFQKFYSKMLSRRLINGTSVSDDSERFMITGLKQACGFEYTSQFQRMLTDITLSSETNEDFKLTIQ
RNQIQIIDFSILVLTSGSWSIHSQPSSFIVPQELTACISAFQSYYQTKHQGRRLNWLHHLSKAEVKSHYLKKNYEFQVTN
FQLGVLLLFNSQESVTTDDITKFTNLNENELPRTLQSLVDAKILNQKTRPDTNIQEYQLNPTYSNKRLKVKVSSSLQKDT
TTQTEETYKGIEEDRKLYLQASIVRIMKARKSMNHVALIQEVIEHSRLRFQPHIPMIKKCIEQLIEKEYIQRVEGESDKY
NYVA                                                                            
>Ehis_1_m00738                                                                  
MTTTLFQLKKNNQIQFFINTKTTPTTNRKTEKLTAISTCLDDIINGRKPTLSYDIVYNYISNLCYSPEGNIIEQITSIVD
STLTSLASLTKQRLVIEPSLNQLHQQYIIFSKKLALLRNLLLPYDRISNKDPLISKAFGLFREVVLSNNTNTIIDMLIVL
INTLRANNSDNAIVSSLVSMMFDCNLQNQFKDKLLKSTSEFYSSAAQNKISETLEDYLNSVKSMFDREEHIAQSYYPTMK
IDTVAFTEKELMTETLPLILTTKLTQLKQFISQQKTSSILLFISLGSRVKKDEDIQKALIGVIVTLGKEFCSEKDEKTKI
NKIFSLYDYLSQLEKQAPMINNIIKISFEKFISSFDNDIAIALVKFADRMLRKGGMNQLWASKILQIFKFLNGKDTFEQH
YQLLLSKRLLYKGFQAEDEKIVLEQLREECGNSYTFKLEEMVKDVETGKGWYQSLNDEMNKNGMNGQYGMVVINGTSWPA
CPTIRCISLPKEIEKGEEIMRKWYIKEHPNRKVDFNPLLGIVSVKAHCFGNIEITMNVLQFEILMNCEGKTIKELKSKFE
GEEDILMLQIKSLMGKEKLICVQSPDGKIKKPEEIKEEDVVMLNSNYHNNKSKIKINTFQTKESKEEKEKVDEKIVKDRE
TRIDAVVVRVMKKEKKMTVSELLTTITPKLDFKPDVEEIKQRIDKLIEREYLEKDEKNEDVLLYLA              
>Ehis_18_m00280                                                                 
MAPKRKETEDPAVQNLFEELEPFFDGILVSMKSFSLAERAKYQQTFTEFLTQSGSNFYESFINKFRDRLKDGFQTSMKKM
KDVPIDENFPKIIKEDLDRWEYAKSAILVLFKPLDYAMGNGASITIDMIVKDKWNTDYLHTLNDTFELTTTLTRVFSDSR
RSGNKMSVLPVKNILMLYKRENIVTRGQVPLIKTFEDAFCKTSNEDYKIFATEFFKEGVHGFLPQAKQFMEDEEFRIENA
MDDEIGEKMKKRLQNDFLKVSLQMVYEKYDEILEQDKELEFQAITRLFGPINQLDKFAEKTKVSFMNYCQNKMENAVKQS
PEFIRNYPAVVSLLFELLDRLEKMQQNYFLSNPVFKSRLDTAFKDALITNKIVDLSDKKDEVFPRILANYSHMLLKKGSK
IEPDQEKVKENIVKLGKVLQFVGNRDVFEMVYQKNFQDRLVLGLMESSDLEMYMINELSNICDRQVSHKLHTTFQEYNQS
GDILEKFKSYCAKGNIQLPKFDFNVVVFSNSSSQNQNTTSYNMPSQLKEVFDKFSEFYKNTQNKKLTLNHTSSTGVIQFS
WLRRPIQITCRFYQIGLLMLFNDNKEITYAELGTKTALSNDDLAICMSGMVSKGLLSNSTGKEFKPDSVFKFNMSFKPKM
TKLSVMQADKEYVEKEQQKKSDAESEQLEETRNYVIQAKQVRIMKQRRTMKYVDLINETIEHLRSRFNITSRMARKNIEY
LINKEYFKRSDSDREVLEYLA                                                           
>Ehis_32_m00219                                                                 
MFQSLYTQRYSEEQYTQYKNTLYSKFKEIMESKEVIDSGEVMLLYNIVYSICASQDDRLRERLYYDIYSFITRRAKEITI
TIQSNKNQELLKSYNEEFEQFENGINYIERACKYLSKHTIETEIIKNGSSAKFKEISDIGKIEWKKNIFDLLEKQIQEVV
INIIEQIRNGKSDNYEMKEIKKYCKTLIQLHSIKGSDIIGLYVSSFENDYLNKLKKYTKKWADIHIKELDMKNYLKEGIN
LLKKEQEVIGCNLDSITFDHISSIMSEELWKEKIEVLKVHFKEGFEAENFEYILLFYKALNKCSNSNELLTDLSRSFGEW
VISMFNKTLNGFTCNESNDIGIELLNRYIFCHTKVSEVLKLFNGNALFGEELKQRLNQFLNSPSNKYNELHPKFIAQYID
QLLRGVGVGKDSKEVILTKIEELMNILQAVQNKDIFMHFNSHYFARRLINKTVSIDEDIEKSSIDGIRSVCGFEYVSKMN
HMVRDINNSVNLNAHFHELYITPLYVNVLTSGIWPFSTENSLSNDMLPKSISLAQSRFEEEYLKNGKSKKLKWLNNLAKV
NVKVTIGKYKYEMILAGIYYIILDLINQYQTEWKCKCKIKEEDIERAENVLTKLGVIANNHIKTSYFTEQKRKKIVIGFQ



EINQITKENQINKELVQSRKVSLQAIIVRIMKQRKVIGYQQLKEEIMKISSYKFVPSTIMIKECIEFLIEKEYMKRKDDD
PSTYEYVY                                                                        
>Ehis_80_m00162                                                                 
MENLFKEVLIEQSNYINDKDNIIIPTLLSRYINLIIRKNSMVCVDSDSVNNTIEIVFKIGEFIVNKDIFCHFICKNFIER
LILMNSNEENEEILMKHMRNFDRLGVMKMIKIQTEYNQSIGYSQQYSQESKSNNFNCLVFGGLNVYLKDKYQMKIDSMTT
ERFDSFTRFYIKKKPTQKLTMCLEKSSGIIKYNQKYFITATLPQMMILLLFNTHNILKISEIALDLNLPSSFVKNAISGI
IHKQVLCQNTSLIENETQVSVNTNFNLKVRKISVMMVLKKLISQTQQEQIKKDDNDEDEILKLRENLLKCTIVRIMKHSK
VMSCQQLIQQTITVVQKTFKAHVNVIRRVIEILIDQNFLMRDGQDIQYVA                              
>Ehis_100_m00143                                                                
MNLQTPSQMFQTLSSFCDTVLSNQPYDSKTHMGMYSTCILYSQQTQGNAQKLFQLIHQKCIMKLKVLLKQTQQINSTLDF
LRFYITNYKLYLISCQKISHVFSYLDRFFIKQQKAINGEYSNPVFKHCMSLFWCDFLRANATNIVENTMNLLLAERIDNN
TQNRELINGIMLLFLSFSNPEIVTVSLMNLNIYDNYYQSEYIKAAQSYYKDLNNYFKNYGITEFLEKTIEIIELERQRSQ
LYVAANLQREFGEFLQKQFISEQCKFIIEKMESLLKTREKDDLKKCFTVLKDGEQVDSAIPVFEVYCKKIGMEKVKCIMS
IQQAFEIIKVIIEYYEDITNLIQECFRNHPSFNAGFGRAFREIINSNVKIANGEEMEILIPEYLAKYSDIVVKKCVGVDE
LNNKLDQIFCIYDFIENKDIFENYYIKAIAKRMLLRGNNDDLSQENIVFDRHRVKFSSTFSYKIQKMMSDLQISQSLSNQ
FLATVNVPFPFFVNVLQTSVWPLEPQQFMFELPDELKTSHIFFEKWYIKQHQRRKLQWLHQYTRGKIKTNCFNKSYNLFG
SAYQLSILVLFNQKNEITIDEIFNTIHLTMDIIKSIISSLQSVDLISVEDGNIVKINNSFKYAKTKFVLPIPKAVVFKQE
KKEEEREITAERVGLIEACIVRLMKKNRKMQHNDLMQAVVTSLSSRFRTPIPLVRRTIESLIEREYISRSDVRKDEYIYI
E                                                                               
>Ehis_130_m00114                                                                
MNIEEIAQKGVSLAFERKMKLQEVVEINFQFSEYIISNPEEKARLINLIISDVSKTVKTLIEPFYSKGEHIHELIAWIKD
VKKQFEQAQDNIKGMFCILSDQRRLRVGISFEKELKKCWGESVIKELEKTDIIEWLKKQLKEIKEKDKNYPFAIGELIYF
LKEVISWQFGEKVREKLNEYIRNDFNNDFNEARQSGEYIKKINELMKKENKVLQTLLKEDEVTLRKEMNNKFVFIEEVIY
GLKKYFEHSDIHGIKQSLQLLHLVSLKEDIINSFKSLCNSGSKQYIKKLFDCFKEFNAEKVCETIMIFDEIQSDSIYGES
IISGLKEGIASSDCLLKNGDTIHVIMTKYAFQIIDNFNETKIIQFMKTLILLPSRDIFESLFWKTLYGKIVSGKIKSIDT
INVFVNYLKQYFGTSTVSRISSLIQDYITSLELVKQFKEKNTSNVEQKIKFDIVVFGLPQHEINSIVHLPPSLDAIFQPF
KQFYLEKFPSRRISIEPEHSLCVVSFSFNNKTLLYCTTIQYCILYHFHSKYECCIEELSKSIENRTFLLQVCDNLVAHGL
LIKTEDTYKINNNYQPQHTVTNITKLIKTTPQMKLLDINEDVEQKRSIQLQCSIIKIMKRERQKLISNLINEVVIESI  
>Ehis_224_m00085                                                                
MTLLSPKALSTTEYNKLWKFIDSNLVLLFSSEPTKISEMELYHFVYVISIAPGELWKTLYSNLILFLNHFCESICCKMSV
KPITNLYIQEYLKYEHALKKMEKICKYLTTYYLHESIIDSGKRIWKELVFKPNSFEIISECLSYLNEIRQSKIDQSFLCT
FRDCLLSLGATSQASRENYEIFEDEYIKDFELHSSSLLKYSQRDFLEQVTIMEKIEEERVWVSLENTTKVRAKKILNDIW
LKKSDCVSQLLLQGLDKENDLVEMIFNGCKRAIDSSLLEKLRGIYAKWILSIAYKKLDNFTGDRNGWIEKLVDILRCVNK
SLDLFHNDLSFIQTAQITLKNIMSSVPHKNTPNNAMYIALYLHDLLRKHYSHSTCLQPTLNYSSVEVLELSNYLQDKDVF
EEWYLKLLAKRLLNKEATNTSMEENIINKLREMSGVSYATKLGRMFSDIASSISLTNDFNNFIRSTILDVSIGTGGTWPL
KPSENIELPPVMNDLLNSFEFFYKRKYESRKLQWVMNMSTTQIEWKYNGELKKVTLPTLAIALIISKSDGFQMKNEGEVY
TMYQALIKSEIFDSSGNITSSFLQGHHKKLGITEQKTSEKIKEDRSAWGEAVCVRLMKKMKKCRELDLINMVIKEKAPFI
PTEQFVQNVIEKLIEKEYIERDKIKGVLNYLY                                                
>Acas_g1628                                                                     
MATKLNGSSNGGLRNSAGSKPVKKLVIRGLKTSKGLPDDYEQKTWEKLQAAIAAVQNKQAVQYGEEELYKATENLCSQKL
GAGLYSKIQGECERHIRAQKAALQQLVRTQEPSSFLISVNNVWNDYCQAMFYIRSIFLYLDRTYVIQTAGVSSLWDLGLQ
LWRDNVIADSEVEKKLIVGLLSLVERERDGEMVERDLIKNLIRMLASIGVYAERFERSFVVATGKYYSQESARLLADMEM
ADYLAHAEERLVQEEQRVTHYLEPSTRRPLLTAVENALIAAHADGILQKGFDRLVDQGRVADLARLYTLFSRVQSLPLVR
VAFNTHIRAAGAEIVNDAERDKTMVPTLLELKTKLDTILRDSFHSTDIFAHAMKEAFEHFINTRENRPAELIAKFVDAKL
KAGNKAATEEELEALMDRVMVLFRFINGKDVFEAFYKKDLAKRLLLGKSASIDAEKSMISKLKTECGSGFTSKLEGMFKD
VELSKDIMISFRQSRQAQELKDLEVNVSVLTTGYWPAYTPLDIKLPPQLAHCQDVFRAFYLGKYQGRRLFWQHTLGHTVL
KAFFPKTVVMLLFNDTKSISYKDIAEATGIEQKELKRTLLSLACGKVRPLTKEPKGKEVGDDDVFNFNDDFRHKLYRIKV
NSIQMKETEEENTKTKESVFQDRQFQIDAAIVRIMKTRKTLTHNQLMAELYQQLKFPLKPADVKKRIESLIDREYLERDP
KNTAIYNYLA                                                                      
>Acas_g2130                                                                     
MGASKSNALPSRPSHYPDFDELELCCAELKSVTTVSYREAFSRYEGYLRSFARDYLEPQLESVGLCTYLAALVKCWEQFS
IYTKSVIMLMQQLHYSDRYGPMAKQVFMKLFLQSDRLARELQRVLQEGRFLDDEETNHHIVSTLVLLSEIGYNNELFVKY
FETPLIERCAADARLRLQTSSVTNYLAYVDSLFHRFALSAFFDSTKAKFLHTLQQRNIRTRSTTSVYQVLCKLFRNSVRR
KIEDVVAMLKGKQLGSLDTLSVVNSMIDAYRYCHGMTSNTEDAGLISALQQGTAEALTVEWSLPKEEQQGRGRLVEEYLA
HFCHRLLSKQSDKLFQADLVEEIVDGVTDLYRHCANKDIFVALYQRHLIKRLLLEGSSATEDRELAMLSRLKTATVRTIG
DLSGLHRCDMAVREVYQSAELSARFKASPFAQGLSTDINVKVISSFLFPYQFKPVALPVEFYTDLTAKSKKLFWIPALSS
AVVSASFTKGKKEFRVSLHQASILFLFNDSSALTLNDILRHTKMDKEECALLVKQLVKIKLILSVNAGGDSNAETFQVHD
AFANKRFSINLNAAQLKLAAQAAVVRIMKSRRVLTHNELVSETMAQLKFPFEIGWLKRVLEALISSGYMARTTRADQAAY
EYLP                                                                            
>Acas_g3115                                                                     
MASKKPKITIKPFRHQVQMDPNYAENTWKLLRGAIHEIHKQNASGLSFEELYRNAYNMVLHKYGDRLYKGLQQVVDEHLK
EVANDVAAANDDTFMDALNKAWNDHKISMLMIRDILMYMDRVYVMHHNVHTVYDLGLILFRDNIARSARIKDRLLKTILS



WIQRERTGEVINRGLLKNITQMLVDLGVNSRTVYEDDFERHFLETSATFYRVESQEFIASNSASDYMRKVSARIQEEMER
VAHYLDAGTEPKIKEVVERELIASHMKTLIEMEGSGCISMLKDDKLEDLSRMYNLFSRVSNGLAFMREKISNFVRETGKE
LVTDEEKNKNPQLYVQALLDLKDKYDRLLTGAFTNDKNFQHAINQSFEHFINANNKSPEFISLFIDDQLRKGLKGVGEEE
VETILNKVMMLFRFIQEKDVFEKYYKQHLAKRLLLGRSVSDDAERNMIAKLKTECGYQFTSKLEGMFTDMKLSADTMESF
KGYLQKADGDILHGVDLSVHVLTTGFWPTQAAAKCNLPPEILHCCEVFKKFYLSNHNGRRLTWQTNMGTADLKAFFGSRK
HELNVSTYQMVILLLFNTSSQITFKELKETSGIPVPELKRNLMALCMAKYKVLSKEPKTKQVADEDTFAFNSAFKSKLYR
VRILPLARGESKEERDATREKVDEERKHQIEAAIVRVMKARKTMEHSQLIAEVTQQLSARFMPNPMVVKKRIESLIEREY
LERSKKDRKLYNYLA                                                                 
>Acas_g6186                                                                     
MMDTMATNDIDQQIETNGPPTAGDREFAFHTLRSKMGHLEEVIEDIGQFICENQLEDHFINFVFRLSSVSKDLNTEISTV
ESYLEFIKRHNVTCSRNTGYFSVIPDEVTIHVFSYLNESELSSAASVCREWHSLTSDNTLWKSLYARYWGADAAARISSN
QIYRPKPLPLDMASEHNKAPIIKKPAATTVRRFSLWPSSSSSSSSSATSAAGGSTSGQATPSYGGKKMAKMYKMYRGTPE
EDEELERERRDHGKWKSYFMKYHRTKRNWDTGKYSLATLTHHKNTVRCVQFDENYNMITASDDKTVQRLDWDADKGAYVP
KMKLTGHEGGIICMQFDGNQMITGSRDKTLRLWDLEKGKTISTFKNHTGQVWCLQFDKHKIVSGSDDKRLNVWDINSGKL
ITDLQGHSWGIGCLQFDSTKIISGAADKTIKVWDLAMMRCAQTLKGHKSSVRCVQFDDTRIVSGSWDNTIKLWDVNTYRN
TDTLQGHSNKLMCLQFDETKIISGAQDKTIVVWDLHTGKQLTTLQSHTDSLCDLHFDDCKLVTGSRDKTVKGTVDKKMEA
TLLIPNFLYLGSEFNAANRELLIEYNISAIVNAAAPQTANHFIQESSCYRYHSIDLLDAAEEDLLKHIEPYSRFLDEAER
KGEVALVHCKSGNSRAAALCIAHLMRRHRWPLAKAFAFVKMKRPAAQPNKGFLEQLAIYQRYLQEEEEQAEQEENDHDDD
DKDQDGDEGAQEEEDAMELELARRRAAFMRRYAGGGEDDSSDEGEGEEYEMDLDDDQEPLVKGKEKQQPAAVANTNEDLN
WEKQRKDEEEDDEEEEREEREEEARRAKAKRDWQRWFAKPPALVDLVVRHRRAALAHRVSALFAAGNWEELKRVYASLRD
TPEFVNIVRAAYFAATKADAVAAAAAIVAAQTATGEEAKLDAVVDWRRIQQERLVSTFGTAPEPGFQRAFEQTLPYFLNP
LAKTIVAHLDRTLKSAGERSPKEVEDELWPLLESSLPYMGRNAAAFEFHFANALAGRLLSIGPGQNHRFHVERAVAQLVG
RFQSFSGFGALMEAMVSDAQFSFEMEEMQKSAAKDKVRQGEESGALVSVRLLAADLWPRRRILPPASKDLTDADMRSWRG
VPLANWPKSYVLPSSVQQKWDAFAAAYLAENPQRRLQYIPHMGTAEMQVVLGESRYFFTVTTAMMCVLHRFAFGQEFSLR
ELHEETAIPDQDLKRTLFSLISPLQGSRVGLLVKQPVKGKFEPTDRFSVNAAFASRLRKIRVPALPYPPPRKQRQPTSSS
SSSSSTGGAMME                                                                    
>Acas_g6314                                                                     
MAHVASKRVSLDEIWPDLEDGITSLVTNLNAGFPRKRWMELYSNVYNYCTTSRPAPGRKPGGISGANFVGEELYTRLSEF
LKNHMKKLCKQAEGKMDDDLLMYYSKEWERFTTAMKYINNIFDYLNRHWIKREADDGKKEVYDIYTLSLVIWRDHMFHAQ
KGRLINSLLGLIEKERNGEQVNTHLLGTVIQGYVKLGLNKEKPKENTLEIYRQFFEDDFITATEVYYTAESTHFIATNSV
AEYMKKVETRLDEETRRVQQYLNPTTETELVQKCDRVLIEKHLDTIRSDFQNMLSNDKIEDLTRMYKLLSRINRALDPLK
TTFEKHVSQVGKQAIQQVMKTAIKDPQQYVETILKVYKQYNALVIGSFRNDPGFVAALDKACRSFINENAVCKLAKSASK
SPELLARFVDSLLKKSAKNPEEQEMEQLLTDVMTVFKYIEDKDVFQTFYSKNLAKRLIHGTSASEDLEGTMIGKLKSACG
YEYTSKLQRMFTDMSTSRDLLERFKNHLEDSSQTSAVGLDFNVLVLATGSWPLQPPSTNFTIPKDLVACEQLFVKFYQQQ
HSGRKLNWLHQLSKGELRARYGKKYSFVTSTYQMGILLQFNSNESMTTDDLQIATQLTQSTLVNTLATLVKTKVVKMDPA
PPPEEEVPKIEKDAVFTINENFRSKKQKVNINIPMRREKEEENEETHKAVEEDRKLQIQAAIVRIMKMRKRSQHGALMSE
VIAQLQTRFKPRVAVIKKCIDILIEKEYLERVEGQKDMYSYVA                                     
>Acas_g6460                                                                     
MEGTTNFKDIAELWALLQPSLDQIISAEESGDASQRLPTHTYSQLYSVVYTVCTKAECHQAGVVDQLYKRVGQFVDGYCR
ERLAPQLRGLPPDRLVPQVLARWGRFTTVLKRITSIFSYLDRHYCQSLRLRTTKEAGVNSFRLLVVDPVVEELSNAVLNG
LQAARASSGSVAEPDQLKSVSQMFVELGLDKLFFYQENIEQPYLTQVSVNSLALRLSFTQLRSIIDKEMAIARQVLHAST
EAKVEQLLPQQTSHQ                                                                 
>Acas_g7402                                                                     
MRMRRSIIHAALAASSLTLAPVLDLRTHLFARFEIFSQLQLITEKPAIREALFYCLRRRFVIYSSKWIKAHEDEAEDEEA
DHDEQNGENEEMDYNDGREVNATHGIDALLAMASQEVCEEIVTEVVFEETENRVNSACKAVFDSSVLPSMLRWLAGAALQ
WMALTLRRPLSSLEQWKARLESHLYQIIATFRTNELFDIIVDYPDSVPALLDLKESLARSDQHLELVSSLTQTGASTNDI
IDTYVSTICSLRLLDPTSVLLDAIRPPIAAYLRGRDDTMRCVVSTVTGDTNPELYEELGHAEAEEFRTMLASRLLAITDY
NTDKDYHNLELLKLRFGETRLHECEIMLQDMSESRRLNTNINKTIQAKAPTGIAFVPSIPSPGSMESYEKEYQAVKASRK
LCWRPALEIWPIEELAEKLGTTSEVVRKGAGYWVANGALRASFQGRSLVYEVSFGEEVNPSGEGVVADEEGEGLAEGDEA
DEEMWTMLEEFIKAMLMNLERLPADRIQEMLAMTSDSYDKSLSELVQHLQTMIAADVVTLDVDGNYALKRN         
>Acas_g8300                                                                     
MHPEKQIMQEELYRTVYNVCCQRHQPRLYEDTLKLVRGHLAQMRVDLLAANEQTFFSLFSRSFVRFHRAVDILCVGFRYL
ERSYVLEKATTLMKVFNDAYTAGVLQPPDEPPEVKRRLQITLQHFTPPIPDPTTTMHLIKGLYALNKEYASFNPFLFAMY
IPCLQPPRGLEDDRQETLAHLRILTHQAIPRGEGRRKRTYDDFLSL                                  
>Acas_g12691                                                                    
MNAIDNKESLTRKEWMGHYDTCYKLCTGTDRHELGLYNCLRASFVKQVAHIINTKLADLKDVSLLKKYLETFEIYRSSAR
AIANTSQILARFWIPSQRASKKDVREIAPLSIWVWREYCYKALKEQLLSALFSYIERDRNGAMLDKSLVRDMIESLNAIA
LDDSRKFYEQEFEARFLEETKAYYVNESTNFLSSNSISDYMTKAEERIKEESSNCEASYKDTLAKLEQALNFALIENHME
SLQATFKSMLTADRQQGESHSTLTYDSGTHAHSPCAKTFEEHVAAQGVAIVKEQASKKTAQAAMKSAISFIQQTAELYTK
YSAQVDQCFLKNSSFKEAFDKAFVTIMNLSAGKFTTSRHVSAPLSLLLNFYLDYLLKGKAKIAEEEKAAQLEDIARLFSY
FRDKDEFAEYARRGLCKRLLARGSGFDETAEKNFISLLKAQCGNSFTRRLQGMFTDAEDESIARVKQRFQEWNGDSDKVA
GLQLSVQVLNDSFWPISGVDKFPLPGQSSEFVASVSKFEEFYKHETAAGVALVRGQAEKSAKGGESEADAESSAEKINDD



DVFTVKIDLKKKRRVAFPAGSAKQESKQAKQDQVAVVKQRAFEVDAAMVRVLKSRNVLSWTELQLQVVDILKVRFLPQAK
LLKARLESLIERGFLDRDANDRTLLKYIA                                                   
>Acas_g13326                                                                    
MSLSPQKVDFEKIWNGLQEGVANIITLTGVKGMPMIDSAQLRLNPILRSSTFAFALSSSGMSALCAIDMLEGQGDLLADY
LKKWEAYSTGSEYCHHIFRYLNNNWIRKRLEDSRNKLGGFSAGPSSSTEVYEVFTLALVIWKDHVFSKVKDRLVRSLLEL
ITKERDGELINERVVAGVIQSFVKLGSINKNKPLEIYKDFFEGPFLEDTRDYYARESGAFISTNGVSSYMKKAKERLEEE
AGRGKKYLDSSSFEKLKRECDTALIERHKDLMQVECKTYLADDKRDDLSRMYHLLSRIPEGINPMLEVLQKYVTDVGFDA
VKSIPEASTKDPVKYVQTLLDVYVKFSDVVKTAFENDSAFVASLDKAMRQVVNDNPINKRTTKSPELLAKYSDFILSKSN
KTFEDDKLDQMLNQVLTIFKYVDDKDVFQKFYSKMLARRLIHGTSLSDDAESAMIGGLKQACGYEYTSKLQRMFNDMALS
NDINEKFKEYLEIKSLSNGLDFNILILTAGSWPLTAQSATFNVPQELERCVNNFTGYYNSQYTGRKVNWLHHLSKGDLKT
FYLKKRYEFQVTNYQMGVLLMFNKAERLTVEEISSSTNLKDRELTRTLQSLVSSKILRKEPDGATCEPTDAVTLNDRFAS
KRLRFKPAAVLQKETKEENSETHKSIEEDRKLFLQAAIVRIMKARKTLTHVNLVKETISQAKARFQPSIPMIKKCIEHLI
EKEYLQRQEGETNTYSYVA                                                             
>Acas_g15602                                                                    
QQVAGLQLSVQVLNDSFWPISGVDKFPLPGQSSEFVASVSKFEEFYKHETGGSKQLRWLYNHGTVMLSTTEGKAKRELVV
TPLQASILLLFNQKDAWALNEIKAVLWPGDQSRAKLRASRSSEYDINLMEILKAAIQPLACWSFTALERSTQSPAEVQTE
GQAEKSAKGGESEVDAESSAEKINDDDVFTVKIDLKKKRRVAFPAGSAKQESKQAKQDQVAVVKQRAFEVDAAMVRVLKS
RN                                                                              
>Atha_AT2G04660                                                                 
MEALGSSDCNLEILETLSDDAIQEITESYDGFFTTVESLIAGTGDSLVEDEFVSHVYCLCKYGLDSLVRDHFLRSLEQAF
EKGGASSFWQHFDAYSEKKHHNYGEEIQIVLCKALEEISIEKQYHEKCLSIVVHALQSFKEQSSDDRQNSDTERVHLFSR
FQSMLSSTLMTTLPQHFPEILHWYFKERLEELSAIMDGDGIEEQEDDCMDLDEKLRYKNGEMDVDEGCSQGKRLGHDKLV
KNIGKVVRDLRSIGFTSMAENAYASAIFLLLKAKVHDLAGDDYRTSVLESIKEWIQTVPLQFLNALLSYLGDSVSYGTTS
SGLTSPLACCPSPSFSRVVTPSEGIVRWKLRLEYFAYETLQDLRIAKLFEIIVDYPESSPAIEDLKQCLEYTGQHSKLVE
SFISSLKYRLLTAGASTNDILHQYVSTIKALRAIDPAGVFLEAVGEPIRDYLRGRKDTIKCIVTMLTDGSGGNANGSGNP
GDSLLEELMRDEESQENVGFDDDFHTDDKQAWINASRWEPDPVEADPLKGSLSQRKVDILGMLVDIIGSKEQLVNEYRVM
LAEKLLNKTDYDIDTEIRTVELLKIHFGEASMQRCEIMLNDLIDSKRVNTNIKKASQTGAELRENELSVDTLTSTILSTN
FWPPIQDEPLELPGPVDKLLSDYANRYHEIKTPRKLLWKKNLGTVKLELQFEDRAMQFTVSPTHAAIIMQFQEKKSWTYK
DLAEVIGIPIDALNRRVNFWISKGVLRESTGANSNSSVLTLVESITDSGKNEGEELLTGEEEGETSIASVEDQLRKEMTI
YEKFIMGMLTNFGSMALERIHNTLKMFCVADPSYDKSLQQLQSFLSGLVSEEKLEFRDGMYLLKK*              
>Atha_AT4G02570                                                                 
MERKTIDLEQGWDYMQTGITKLKRILEGLNEPAFDSEQYMMLYTTIYNMCTQKPPHDYSQQLYDKYREAFEEYINSTVLP
ALREKHDEFMLRELFKRWSNHKVMVRWLSRFFYYLDRYFIARRSLPPLNEVGLTCFRDLVYNELHSKVKQAVIALVDKER
EGEQIDRALLKNVLDIYVEIGMGQMERYEEDFESFMLQDTSSYYSRKASSWIQEDSCPDYMLKSEECLKKERERVAHYLH
SSSEPKLVEKVQHELLVVFASQLLEKEHSGCRALLRDDKVDDLSRMYRLYHKILRGLEPVANIFKQHVTAEGNALVQQAE
DTATNQVANTASVQEQVLIRKVIELHDKYMVYVTECFQNHTLFHKALKEAFEIFCNKTVAGSSSAELLATFCDNILKKGG
SEKLSDEAIEDTLEKVVKLLAYISDKDLFAEFYRKKLARRLLFDRSANDDHERSILTKLKQQCGGQFTSKMEGMVTDLTL
ARENQNSFEDYLGSNPAANPGIDLTVTVLTTGFWPSYKSFDINLPSEMIKCVEVFKGFYETKTKHRKLTWIYSLGTCHIN
GKFDQKAIELIVSTYQAAVLLLFNTTDKLSYTEILAQLNLSHEDLVRLLHSLSCAKYKILLKEPNTKTVSQNDAFEFNSK
FTDRMRRIKIPLPPVDERKKVVEDVDKDRRYAIDAAIVRIMKSRKVLGHQQLVSECVEQLSRMFKPDIKAIKKRMEDLIT
RDYLERDKENPNMFRYLA*                                                             
>Atha_AT4G12100                                                                 
MKRSISPDPFSSTKSPKLVHHSPDDGGAEGNPYRLPFTLSDENLSCLPISQAREPPPIFNLDPNSVKDTQDRNKLYLAKA
WDLLKPAIKIILDDDEYKKPGDVLCFTTIFRAVKRACLGDPRQSELVFNLVKHECEPHIAELIQSLEKNCSGSDDPSVFL
PHVYNRWLDFKRKMSLVSDVAMYQTLNGLTLWDVGQKLFHKQLSMAPQLQDQVITGILRLITDERLGKAANNTSDLLKNL
MDMFRMQWQCTYVYKDPFLDSTSKFYAEEAEQVLQRSDISHYLKYVERTFLAEEEKCDKHYFFFSSSRSRLMKVLKSQLL
EAHSSFLEEGFMLLMDESLIDDLRRMYRLFSMVDSEDYIDRILRAYILAKGEGARQEGSLQELHTSIDKIWHQCFGQDDL
LDKTIRDCFEGFGLHVPGEFSDQLQWIDDDDDED*                                             
>Atha_AT1G26830                                                                 
MSNQKKRNFQIEAFKHRVVVDPKYADKTWQILERAIHQIYNQDASGLSFEELYRNAYNMVLHKFGEKLYTGFIATMTSHL
KEKSKLIEAAQGGSFLEELNKKWNEHNKALEMIRDILMYMDRTYIESTKKTHVHPMGLNLWRDNVVHFTKIHTRLLNTLL
DLVQKERIGEVIDRGLMRNVIKMFMDLGESVYQEDFEKPFLDASSEFYKVESQEFIESCDCGDYLKKSEKRLTEEIERVA
HYLDAKSEEKITSVVEKEMIANHMQRLVHMENSGLVNMLLNDKYEDLGRMYNLFRRVTNGLVTVRDVMTSHLREMGKQLV
TDPEKSKDPVEFVQRLLDERDKYDKIINTAFGNDKTFQNALNSSFEYFINLNARSPEFISLFVDDKLRKGLKGITDVDVE
VILDKVMMLFRYLQEKDVFEKYYKQHLAKRLLSGKTVSDDAERSLIVKLKTECGYQFTSKLEGMFTDMKTSEDTMRGFYG
SHPELSEGPTLIVQVLTTGSWPTQPAVPCNLPAEVSVLCEKFRSYYLGTHTGRRLSWQTNMGTADIKAIFGKGQKHELNV
STFQMCVLMLFNNSDRLSYKEIEQATEIPAADLKRCLQSLACVKGKNVIKKEPMSKDIGEEDLFVVNDKFTSKFYKVKIG
TVVAQKETEPEKQETRQRVEEDRKPQIEAAIVRIMKSRKILDHNNIIAEVTKQLQPRFLANPTEIKKRIESLIERDFLER
DSTDRKLYRYLA*                                                                   
>Atha_AT1G43140                                                                 
MATILFKVIMMKELILLEEGWSVMKTGVAKLQRILEDLSEPPFDPGQYINLYTIIYDMCLQQPPNDYSQELYNKYRGVVD
HYNKETVLPSMRERHGEYMLRELVKRWANHKILVRWLSRFCFYLDRFYVARRGLPTLNDVGFTSFHDLVYQEIQSEAKDV



LLALIHKEREGEQIDRTLVKNVIDVYCGNGVGQMVIYEEDFESFLLQDTASYYSRKASRWSQEDSCPDYMLKAEECLKLE
KERVTNYLHSTTEPKLVEKVQNELLVVVAKQLIENEHSGCLALLRDDKMGDLSRMYRLYRLIPQGLEPIADLFKQHVTAE
GNALIKQAADAATNQDASASQVLVRKEIELHDKYMVYVDECFQKHSLFHKLLKEAFEVFCNKTVAGASSAEILATYCDNI
LKTRGGSEKLSDEATEITLEKVVNLLVYISDKDLFAEFYRKKQARRLLFDRSGIMKEVTDITLARELQTNFVDYLSANMT
TKLGIDFTVTVLTTGFWPSYKTTDLNLPTEMVNCVEAFKVFYGTKTNSRRLSWIYSLGTCHILGKFEKKTMELVVSTYQA
AVLLLFNNAERLSYTEISEQLNLSHEDLVRLLHSLSCLKYKILIKEPMSRTISKTDTFEFNSKFTDKMRKIRVPLPPMDE
RKKVVEDVDKDRRYAIDAALVRIMKSRKVLAHQQLVSECVEHLSKMFKPDIKMIKKRIEDLINRDYLERDTENANTFKYV
A*                                                                              
>Atha_AT1G02980                                                                 
MAKKDSVLEAGWSVMEAGVAKLQKILEEVPDEPPFDPVQRMQLYTTVHNLCTQKPPNDYSQQIYDRYGGVYVDYNKQTVL
PAIREKHGEYMLRELVKRWANQKILVRWLSHFFEYLDRFYTRRGSHPTLSAVGFISFRDLVYQELQSKAKDAVLALIHKE
REGEQIDRALLKNVIDVYCGNGMGELVKYEEDFESFLLEDSASYYSRNASRWNQENSCPDYMIKAEESLRLEKERVTNYL
HSTTEPKLVAKVQNELLVVVAKQLIENEHSGCRALLRDDKMDDLARMYRLYHPIPQGLDPVADLFKQHITVEGSALIKQA
TEAATDKAASTSGLKVQDQVLIRQLIDLHDKFMVYVDECFQKHSLFHKALKEAFEVFCNKTVAGVSSAEILATYCDNILK
TGGGIEKLENEDLELTLEKVVKLLVYISDKDLFAEFFRKKQARRLLFDRNGNDYHERSLLTKFKELLGAQFTSKMEGMLT
DMTLAKEHQTNFVEFLSVNKTKKLGMDFTVTVLTTGFWPSYKTTDLNLPIEMVNCVEAFKAYYGTKTNSRRLSWIYSLGT
CQLAGKFDKKTIEIVVTTYQAAVLLLFNNTERLSYTEILEQLNLGHEDLARLLHSLSCLKYKILIKEPMSRNISNTDTFE
FNSKFTDKMRRIRVPLPPMDERKKIVEDVDKDRRYAIDAALVRIMKSRKVLGHQQLVSECVEHLSKMFKPDIKMIKKRIE
DLISRDYLERDTDNPNTFKYLA*                                                         
>Atha_AT1G69670                                                                 
MSNQKKRNFQIEAFKQRVVVDPKYADKTWKILEHAIHEIYNHNASGLSFEELYRNAYNMVLHKYGDKLYTGLVTTMTFHL
KEICKSIEEAQGGAFLELLNRKWNDHNKALQMIRDILMYMDRTYVSTTKKTHVHELGLHLWRDNVVYSSKIQTRLLNTLL
DLVHKERTGEVIDRVLMRNVIKMFMDLGESVYQDDFEKPFLEASAEFYKVESMEFIESCDCGEYLKKAEKPLVEEVERVV
NYLDAKSEAKITSVVEREMIANHVQRLVHMENSGLVNMLLNDKYEDMGRMYSLFRRVANGLVTVRDVMTLHLREMGKQLV
TDPEKSKDPVEFVQRLLDERDKYDRIINMAFNNDKTFQNALNSSFEYFVNLNTRSPEFISLFVDDKLRKGLKGVGEEDVD
LILDKVMMLFRYLQEKDVFEKYYKQHLAKRLLSGKTVSDDAERNLIVKLKTECGYQFTSKLEGMFTDMKTSHDTLLGFYN
SHPELSEGPTLVVQVLTTGSWPTQPTIQCNLPAEVSVLCEKFRSYYLGTHTGRRLSWQTNMGTADIKAVFGKGQKHELNV
STFQMCVLMLFNNSDRLSYKEIEQATEIPTPDLKRCLQSMACVKGKNVLRKEPMSKEIAEEDWFVVNDRFASKFYKVKIG
TVVAQKETEPEKQETRQRVEEDRKPQIEAAIVRIMKSRRVLDHNNIIAEVTKQLQTRFLANPTEIKKRIESLIERDFLER
DNTDRKLYRYLA*                                                                   
>Atha_AT1G59800                                                                 
MVAPTEIKFEVEWSNIQQGFTKLIRMIEGESEPAFNQEIMMMMHTATYRICAYKNPQQLYDKYRELIENYAIQTVLPSLR
EKHDECMLRELAKRWNAHKLLVRLFSRRLVYLDDSFLSKKGLPSLREVGLNCFRDQVYREMQSMAAEAILALIHKEREGE
QIDRELVRNVIDVFVENGMGTLKKYEEDFERLMLQDTASYYSSKASRWIQEESCLDYTLKPQQCLQRERERVTHYLHPTT
EPKLFEVRYGIIIWN*                                                                
>Atha_AT1G59790                                                                 
MDSRRMSRPRQIKFEEGWSNIQKGITKLIRILEGEPEPTFYFSECFKLYTIIYDMCVQRSDYSQQLYEKYRKVIEDYTIQ
TVLPSLREKHDEDMLRELVKRWNNHKIMVKWLSKFFVYIDRHLVRRSKIPIPSLDEVGLTCFLDLVYCEMQSTAKEVVIA
LIHKEREGEQIDRALVKNVLDIYVENGMGTLEKYEEDFESFMLQDTASYYSRKASRWTEEDSCPDYMIKVEECLKMERER
VTHYLHSITEPKLVEKIQNELLVMVTKNRLENEHSGFSALLRDDKKNDLSRIYRLYLPIPKRLGRVADLFKKHITEEGNA
LIKQADDKTTNQLLIELHNKFIVYVIECFQNHTLFHKVRVLFMCVYLFQQYYIE*                         
>Atha_AT3G46910                                                                 
MKTTPGLRIFKPIIPHTPKPDSRIYVEDAWTMLKPAIRAIFLDEPQDFACSGLFNAVNKSWCEKSSGEALYKLILEECEI
YISAAIQSLESQCDTDPSLFLSLLEKCWLDFRRKLQFLCSIAGGEGQTVGPHSVWDLGSELSPKHLFSAQKVRDKLLSII
LQLIRDQRSFMSVDMTQLKNTTRPVMSVHMTQLNNLRGLFYGQSLYKSPFFKKPFIDCAVEFYSAEAMQFKEQSDIPLYL
KRVEYVA*                                                                        
>Atha_AT5G46210                                                                 
MSLPTKRSTFSAASASDDSSYSSPPMKKAKNDLHHSPQHPNTADKVVGFHMEEDPTPAAANLSRKKATLPQPTKKFVIKL
NKAKPTLPTNFEENTWEKLQSAIRAIFLKKKISFDLESLYQAVDNLCLHKLDGKLYDQIEKECEEHISAALQSLVGQNTD
LTVFLSRVEKCWQDFCDQMLMIRSIALTLDRKYVIQNPNVRSLWEMGLQLFRKHLSLAPEVEQRTVKGLLSMIEKERLAE
AVNRTLLSHLLKMFTALGIYMESFEKPFLEGTSEFYAAEGMKYMQQSDVPEYLKHVEGRLHEENERCILYIDAVTRKPLI
TTVERQLLERHILVVLEKGFTTLMDGRRTEDLQRMQTLFSRVNALESLRQALSSYVRKTGQKIVMDEEKDKDMVQSLLDF
KASLDIIWEESFYKNESFGNTIKDSFEHLINLRQNRPAELIAKFLDEKLRAGNKGTSEEELESVLEKVLVLFRFIQGKDV
FEAFYKKDLAKRLLLGKSASIDAEKSMISKLKTECGSQFTNKLEGMFKDIELSKEINESFKQSSQARTKLPSGIEMSVHV
LTTGYWPTYPPMDVKLPHELNVYQDIFKEFYLSKYSGRRLMWQNSLGHCVLKADFSKGKKELAVSLFQAVVLMLFNDAMK
LSFEDIKDSTSIEDKELRRTLQSLACGKVRVLQKNPKGRDVEDGDEFEFNDEFAAPLYRIKVNAIQMKETVEENTSTTER
VFQDRQYQIDAAIVRIMKTRKVLSHTLLITELFQQLKFPIKPADLKKRIESLIDREYLEREKSNPQIYNYLA*       
>Mgut_mgv1a024606m                                                              
MTNNRPKIIEFDEGWDFVQKGITKLKKILEGLPEPQFTSEERMSLYMTIYNMCTQKPPHDYSEELYVKYRELFEEYIAST
VIPSLSEKHGELMLREFVIMWSNVKIMGDKLSRFFHYLDRYYIARRYLPPCNKVGLVCFRNLVYKQMKGNVIGAVLSLIH
RERLGDQIDRVLLKNVLDIFVEIGMKYYENDFEEAMLKDTAAFYSHKASIWILNNSCPDYMLKARECLKQEKERVSHYLQ
PSTELKLLEKVQQEFSSVVTGHSAQLLEKMHLEDSCDDM                                         



>Mgut_mgv1a002528m                                                              
MEEGWAIMEDGIAKVKNILEELESQFSSEEYMRLYTLGNFVYKKNGMRLCLYNNYKESVQAYIMSTVNPSLRDKHDEFML
RELVRRWSDHKVMVKWLSRFLSYLDRYFVVRKKIESIKDHGFSCFRDMVDAMLKDTAHYYSRKASQWIFQDSCPDYMLKV
EECLKTEKNRVSHYLHSSSETKLLEQVENELLVVYANQLLEKETGCRALLRDDKVDELSRMYRLFHNIPKGLEEVAKIFK
EHVHSEGLMAIQMIEDATCNKALMTTFIELHNKYSAYTTGCFCNNAVLHKALKQAFESFCNQVVCGTSNADHLASYCDYI
LKKGGSEKISDEAIDESMDKIVKLLAYISDKDLFAEFSRKKLSRRLLFDRNVNDDHERLFLTKLKQQCGGQFTSKMEGMV
TDLALAKENQNQFHEYLINNNAAIPGMDLTVNVLTTGFWPTYKTCDLRLPAEMVKCVQVFKEHYEAKTKHRKLTWIYSLG
TCSINGKFDSKTIELVVGTYQGAVLLLFNDAQRLSYSDIKTQLNFEDDDLMRVLHSLSCSKYKILKKDPDSKFVSPNDYF
EFNSKFTDKMRRIRIPLPVVDDRKKVIQDVDNDRRYSIDAALVRIMKGRKILGHQQLILECVEMLSNMFKPDVKVIKKRI
EDLLARDYLERDAENPNLYKYVA*                                                        
>Mgut_mgv1a001310m                                                              
MSQRTNSSSTNPNKRSSSTNPNANTPIAAAAAASPIFPALKKAKSQGVSCSLDGNMNGQQQQQPTPHVHFAETPALSPMI
EDDPNDAVLDASSPSSAFGRVGATSCGGITSNLSRKKATPPQPTKKLVIKLFRAKPTLPSNFEETTWEILKSAISTIFLK
QPNPCDLEKLYQAVNNLCLHKLGGNLYQRIEKECEFHISAALQSLVGQSEDLVVFLSLVENCWQDFCDQMLMIRGIALFL
DRTYVKQTPNVRSLWDMGLQLFHKHLALAAEVEHKTVFGLLKMIESERLGESVDRTLLNHLLKMFTALGIYPESFEKPFL
ERTSEFYAAEGVKYMQQADVPDYLKHVEIRLQEENERCLLYIDASTRKPLVATAERQLLERHISAILDKGFMMLMDGKRI
DDLQRMYLLFSRVNALESLRQSLNQYIRKTGQSIVMDEEKDKDMVSSLLDFKANLDRIWEESFYKNDSFSNTIKDAFEHL
INIRQNRPAELIAKFVDEKLRAGNKGTSEEELEGTLDKVLVLFRFIQGKDVFEAFYKKDLAKRLLLGKSASIDAEKSMIS
KLKTECGSQFTNKLEGMFKDIELSKEINESFKQSSQARTKLPSGIEMSVHVLTTGYWPTYPPMDVRLPHELNVYQDIFKE
FYLSKYSGRRLMWQNSLGHCVLKAEFPKGRKELAVSLFQTVVLMLFNDAQKLSFQDIKESTGIEDKELRRTLQSLACGKF
RVLQKMPKGRDVEDDDTFVFNDQFAAPLYRIKVNAIQMKETIEENTSTTERVFQDRQYQVDAAIVRIMKTRKMLSHTLLI
TELFQQLKFPIKPADLKKRIESLIDREYLERDKNNPQVYNYLA*                                    
>Mgut_mgv1a022204m                                                              
MSSGHKKRNFQIEAFKHKVVVDPKYAEKTWKILEHAIHEIYNHNASGLSFEELYRVCPWRFILEELNTKWSDHNKALQMI
RDILMYMDRTFIPSTRKTPVHELGLNLWRDNVIHSDKIQTRLLNTVLELILRERTGEVINRGLMRNIIKMLMDLGPLVYQ
DDFEKPFLEVSADFYRAESQEFIECSDCGDYLKKAERRLNEEIERVSHYLDAKSEAKITNVVEKEMVANHMLRLVHMENS
GLVKMLLDDKLEDLGRMYALFKRVPIGLPTIRDVMTSHIRDTGKQLVTDPEKSKNPVEFVESLLDKKDKYDKVIASSFNN
DKTFQNALNSSFEYFINLNPRSPEYISLFVDDKLRKGLKGVKEEEIETMLDKVMMLFRYLQEKDVFEKYYKQHLAKRLLS
GKTVSDDAERSLIVKLKTECGYQFTSKLEGMFTDMKTSQDTMQGFYSAHGSDLASGPTLVVQVLTTGSWPTQSSITCNLP
SEMLALCDKFRSYYLGTHTGRRLSWQTNMGTADLRATFGNGQKYELNVSTYQMCVLMLFNNADCLSYREIEQATEIISSD
LKRCLQSLACVKGKNVLRKEPMSKDIGEDDVFSVNDKFTSKLRKVKIGTVAAQKETEPEKQETRQRVEEDRKPQIEAAVV
RIMKARRVLDHNNIIAEVTKQLQSRFLANPSEIKKRIESLIERDFLERDNVDRRLYRYLA*                   
>Mgut_mgv1a001885m                                                              
MTMNQRNTIDLEQGWDFMQKGILKLKNILEGLPEPQFSSEDYMMLYTTIYNMCTQKPPHDYSQQLYDKYRESFEEYITST
VLPSLREKHDEFMLRELVKRWQNHKIMVRWLSRFFHYLDRYFIARRSLPPLKEVGLTCFRNLVYQEINGKVRDAVISLID
QEREGEQIDRALLKNVLDIFVEIGMGQMDYYENDFEEAMLKDTAAYYSRKASIWILDDSCPDYMLKAEECLKREKDRVSN
YLHSSSEAKLLEKVQHELLSVYATQLLEKEHSGCHALLRDDKVEDLSRMYRLFSKIPRGLEPVANIFKQHVTAEGTALVK
QAEDAASNKKADKKDVIGLQEQVFVRKVIELHDKFMAYVNECFLNHTLFHKALKEAFEIFCNKGVAGSSSAELLATFCDN
ILKKGGSEKLSDEAIEETLEKVVKLLAYISDKDLFAEFYRKKLARRLLFDKSANDEHERSILTKLKQQCGGQFTSKMEGM
VTDLTLARENQTSFEEYLGNNPNANPGIDLTVTVLTTGFWPSYKSFDLNLPAEMVKCVEVFREFYQTKTKHRKLTWIYSL
GTCNINGKFEAKTIELIVTTYQAAALLLFNSSDRLSYQEIMTQLNLSDDDVVRLLHSLSCAKYKILNKEPSTKIISPTDV
FEFNSKFTDKMRRIKIPLPPVDEKKKVIEDVDKDRRYAIDASIVRIMKSRKVLGYQQLVMECVEQLGRMFKPDVKAIKKR
IEDLITRDYLERDKDNPNLFKYLA*                                                       
>Mgut_mgv1a001887m                                                              
MTMHQRNTIELDKGWDFMERGIVKLKNILEGLPEPQFNSEDYILLYTTIYNMCTQKPPHDYSQQLYDKYREAFEDYITRT
VLPSLREKHDEFMLRELVRRWLNHKVMVRWLSRFFHYLDRYFIARRSLPPLKEVGLTCFRDLVYHEVNGKVRDAVISLID
QEREGEQIDRALLKNVLDIFVEIGMGQMEQYENDFEEAMLKDTAAYYSRKASNWILDDSCPDYMLKAEECLKREKDRVSH
YLHSSSETKLLEKVQHELLSVYATQLLEKEHSGCHALLRDDKVEDLSRMYRLFSKVPRGLEPVANIYKQHVTAEGTALVK
QAEDAASNKKAERKDVVGLQEQVFVRKVIELHDKFMAYVNECFLNHTLFHKALKEAFEIFCNKGVAGSSSAELLATFCDN
ILKKGGSEKLSDEAIEDTLEKVVKLLAYISDKDLFAEFYRKKLARRLLFDKSANDEHERSILTKLKQQCGGQFTSKMEGM
VTDLTLARENQTSFEEYLSNNANANPGIDLTVTVLTTGFWPSYKSFDLNLPAEMVKCVEVFREFYQTKTKHRKLTWIYSL
GTCNINGKFEQKTIELIVTTYQAAALLLFNSSDRLSYQEIMTQLNLSDDDVVRLLHSLSCAKYKILSKEPNTKTISPTDV
FEFNSKFTDKMRRIKIPLPPVDEKKKVIEDVDKDRRYAIDASIVRIMKSRKVLGYQQLVMECVEQLGRMFKPDVKAIKKR
IEDLITRDYLERDKDNPNLFKYLA*                                                       
>Mgut_mgv1a025238m                                                              
MNNPRNTIQFDEGWNFVQKAITKLTNILEGLPEPQFTTQENMMIYETIYNMCTQKPPYDHTARLYEKYQESYVEYILTTV
LPSLNEKNGELMLRELVIRWSNHKIMVDCLSKFFHYIDRYYVVRLYLIPCKEVGLLTFRDLVYYKIKGKVRDAVICLINR
EREGEQIDRVLLKNVLDFFVEIGMGEMDYYEDFEEAMINDAAAYYSQKASIWVLDSSCYDYMLKAHECFRQEKDRVSCYL
HPSTETKLLKVRLKRLMVQFYAKFS                                                       
>Mgut_mgv1a002087m                                                              
MVISQIKAMEEGWAIMEDGIAKVKNILEELESQFSSEEYMRLYTYPSRIFYKIYYVNPSLRDKHDEFMLRELVRRWSDHK
VMVKWLSRFLSYLDRYFVVRKKIESVKDHGFSCFRDMAYGEVKHKAKDAVIALVNKEREGGQIDRALLKNVLDVFVEMGK



GKIEFYTDDFEDAMLKDTAHYYSRKASQWIFQDSCPDYMLKVEECLKTEKNRVSHYLHSSSETKLLEQVENELLVVYANQ
LLEKETGCRALLRDDKVDELSRMYRLFHNIPKGLEEVAKIFKEHVHSEGLMAIQMIEDATFNKTEKAGGARGEHALMTTF
IELHNKYSAYTTGCFCNNAVLHKALKQAFESFCNQVVCGTSNADHLASYCDYILKKGGSEKISDEAIDESMDKIVKLLAY
ISDKDLFAEFSRKKLSRRLLFDRNVNDDHERLFLTKLKQQCGGQCTSKMEGMVTDLALAKENQNQFHEYLINNNAAIPGM
DLTVNVLTTGFWPTYKTCDLRLPAEMVKCVQVFKEHYEAKTKHRKLTWIYSLGTCSINGKFDSKTIELVVGTYQGAVLLL
FNDAQRLSYSDIKTQLNFEDDDLMRVLHSLSCSKYKILKKDPDSKFVSPNDYFEFNSKFTDKMRRIRIPLPVVDDRKKVI
QDVDNDRRYSIDAALVRIMKGRKILGHQQLILECVEMLSHMFKPDVKVIKKRIEDLLARDYLERDAENPNLYKYVA*   
>Mgut_mgv1a023949m                                                              
MEQGWAIMEEGIAKLKNILEELESQFSSEEYMRLYTLVNFVYKKNGTRLCQLYNNYKESVQAYIMSTVNPSLRDKHDEFM
LRELVRRWSDHKVMVKWLSRFLSYLDRYFVVRKKVESVKDLGFSCFRDMAYGEVKHKAKDAVIALINKEREGGQIDRALL
KNVLDVFVEMGKGEIEFYTDDFEDAMLKDTAHYYSRKASQWIFQDSCPDYMLKVEECLKTEKNRVSHYLHSSSETKLLEQ
VENELLVVHANQLLEKETGCRALLRDDKVDELSRMYRLFHNIPKGLEEVAKIFKEHVHSEGLMAIQMIEDATCNKALMTT
FIELHNKYSAYTTGCFCNNAVLHKALKQAFESFCNQVVCGTSNADHLASYCDYILKKGGSEKISDEAIDESMDKIVKLLA
YISDKDLFAEFSRKKLSRRLLFDRNVNDDHERLFLTKLKQQCGGQFTSKMEGMVTDLALAKENQNQFHEYLINNNAAIPG
MDLTVNVLTTGFWPTYKTCDLRLPAEMVKCVQ                                                
>Mgut_mgv1a014605m                                                              
MMVRLLSIFFHYLDQYFTVRTLLPSCKEVGLICFRDLVYKEMKKKVRDAVISLIDREREGEEIDRVLLKNVLDIFVELGM
GYYRDDFEEAMLKDTAVYYSRKASVWVSNNSCRDYMLKAEECLKREKDRVSHYLHASSETKLLQKVRHELLSVSSVHATK
LLEKMHLGSHPLLRDEKAEDFMDI*                                                       
>Mgut_mgv11b018794m                                                             
MKLYDQYKRTFEDYISSKVFEEMNDQVGVIIVSLLNMAGAAAPQKDITFDECWSILQEEAINKMVNIFEAEEQPNDKIFD
SEEYMRFYTPDNWNQKLYDQYKKTFEDYISSKVYREIHEQVHDITMSMIDRERNGEQIDQAMVSEVIKICEEMGSGNASK
HDANNIDEALVLLGEATYSFTGLSEYLSLQIRLPFSAVSELSMAGGAAALKYPMNFEEAWPILEEEAINKFIDKLELEEH
LPSHQYINSEEYMRFYTLVYNVCSPNPIGPEVLQLYEQYKRIFEDYVSSKVYWEVNVQVSEIIISLRQKYAQIDKERKGE
EIDQALVKEVLNIYDEIESGDASKHHAKYIEDAIIEATSKFYSRKAVNWIAMESYDDYMLKIHILKQHDHKMRLFTCKYQ
IVVH*                                                                           
>Mgut_mgv1a001957m                                                              
MSSGHKKRNFQIEAFKHKVVVDPKYAEKTWKILDHAIHEIYNHNASGLSFEELYRNAYNMVLHKFGEKLYSGLVSTMTLH
LQTMSKSIESAHGGLFLEELNTKWSDHNKALQMIRDILMYMDRTFIPSTHKTPVHELGLNLWRDNVIHSDKIQTRLLNTL
LELILRERMGEVINRGLMRNIIKMLMDLGPSVYQDDFEKPFLEVSADFYRAESQEFIECSDCGDYLKKAERRLNEEIERV
SHYLDAKSEAKITNVVEKEMVANHMLRLVHMDNSGLVKMLLDDKLEDLGRMYTLFKRVPIGLPTIRDVLTSHIRNTGKQL
VTDPEKSKNPVEFVEALLDKKDKYDKIIASSFSNDKTFQNALSSSFEYFINLNPRSPEYISLFVDDKLRKGLKGVKEEDI
EIMLDKVMMLFRYLQEKDVFEKYYKQHLAKRLLSGKTVSDDAERSLIVKLKTECGYQFTSKLEGMFTDMKTSQDTMQGFY
SAHGGDLASGPTLVVQVLTTGSWPTQSSISCNLPSELLTLCEKFRSYYLGTHTGRRLSWQTNMGTADLRATFGNGQKYEL
NVSTYQMCVLMLFNNSDCLSYREIEQATEIISSDLKRCLQSLACVKGKNVLRKEPMSKEIGEDDVFSVNDKFTSKLRKVK
IGTVVAQKESEPEKQETRQRVEEDRKPQIEAAVVRIMKSRRVLDHNNIIAEVTKQLQPRFLANPSEIKKRIESLIERDFL
ERDNVDRRLYRYLA*                                                                 
>Mgut_mgv1a001129m                                                              
MATTEGSLTSPICNLAILDSLSANSTGQMADSWNAFCVATESVIGGGGGDLLLAPDFVSHLRNLCNLGLKSLIVEHFLCS
LEEIFEKRGASRFWKHFDAYSNSSVLHMEDLDEQDGMQDLLHKALEEISSEKQYQEKCLLKLVQALEMCRQSKPNGPTYS
DERNYLLSKYQLTVSSVLMVSLPRHFPDILRWYFRRRLEELSAMMAVGCEYDNKLHIDDGMDLDCKTGEMDADEIHQDRT
ILGNNNLVRNIGEIVRDLRNLGFTSMAEDAYASAIFLLLKSKVHELAGDEFRFSVLESIKGWIQAVPLQFLHALLAYLGD
SRSHEGLSSGLKSPLASHPSFKYYGTGVPSEGLVRWQLRLEYFAYETLQDLRIAKLFEIIVDYPDSSPAIEDLKQCLEYT
GQHSKLVDSFIAALKYRLLTAGASTNDILHQYVSTIKALRTIDPAGVFLEAVGEPIREYLRGRKDTIKSIVTMLTDGAGG
NPSGPGSTGDSLLEELNRDEENQESSSYDDDVNTDDKQAWINAQSWEPDPVEADPLKGGRYRRKVDILGMIVGIIGSKDQ
LVNEYRVMLAEKLLNKSDYDIDSEIRTLELLKIHFGEGSMQKCEIMLNDLIDSKRTNTNVKATIKQQPQPASDVGEHELS
LDNLNATIISSNFWPPIQDEALNIPGRMEKILSDYAKRFNEIKTPRKLLWKKNLGTVKLELQFEDRVLPFTVTPLHASII
SQFEDQTSWTSKSLAAAVGVPVEILNRRIYFWINKGILAESVEESGDNKFSLVEAMVENGKNGVNSGGCDELLAGDDDGE
RSIASVEDQLLKEMTVYEKFITGMLTNFGSMALDRIHNTLKMFCRGDPAYDKSLQQLQSFLAGLVAEEKLELKDGMYLLK
K*                                                                              
>Mgut_mgv1a013613m                                                              
MSCGGGECCKQRITVEACWTLLHEVGIDRMIAAFEAGKPLGDDSSNPRTYDAYTAVYNVCTSYTTNAQTQKLYERYRTTL
EDYISAKVLPSLREKSNETLLGEFFRRWRNHKIMTKWLSVFFQYLSRTYIQMKNLPSLLEVSYSTFYKLVYLEMKDRVRY
AVTSMINSEQVDEAMLKEVLAFCEEIKGGDASKNYAKDMEEAINEATFKFKSLSL*                        
>Acoe_002_00570                                                                 
MSAPKKRNFHIEAFKHKVVVDPKYAEKTWKVLEHAINEIYNHNASGLSFEELYRNAYNMVLHKFGDKLYSGLVATLTMHL
KEISKSIEAAQGGLFLEELDRKWTDHNKALRMIRDILMYMDRTYIPNTHKTPVHELGLNLWRDHIIHSSEIQTRLLTMLL
ELVQRERTGEVINRGLMRNVIKMLMDLGLSVYQEEFEKPFIEVSSNFYSLESQQFIECCDCGDYLKKAERRLNEEMERVS
HYLIDRTESKITNVVENEMISNHMQRLIHMENSGLVSMLVDDKYEDLGRMYSLFHRVPDGLSSIRDVMTSHLRETGKQLV
MDPERLKDPVDFVQRLLDKKDKYDNIISLALNNDKTFQNALNSSFEHFINLNSRSPEFISLFVDDKLRKGLKGVSEEDVE
VILDKVMMLFRYLQEKDVFEKYYKQHLAKRLLSGKSISEDVERSMIVKLKTECGYQFTSKLEGMFTDMKTSQDTVQEFYA
NQAADTAESPVLAIQVLTTGSWPTQPSTPCNLPTEILEVCEKFRTYYLGKHTGRRLTWQTNMGTADLKATFGKGQKHELN



VSTYQMCILMLFNNADRLTYREIEQATEIPASDLKRCLQSLACVKGKNVLRKEPMSKDIGEEDAFFFNDKFTSKFYKVKI
GTVAAQKETEPENQETRQKVEEDRKPQIEAAIVRIMKSRRVLDHNNLVAEVTKQLQSRFMPNPVLIKKRIESLIEREFLE
RDKADRKLYRYLA                                                                   
>Acoe_002_00666                                                                 
MATHSACSNYYNLGILDSITDDSIEDILDSWSGFCNTTESLLKDKGDLSVGSEFISHVHILCENRLTSLVQDHFFKALEE
TFERNGRSKFWHHFDAFSDVSTSELNESHKDWVQQVLCKALEEICIEKQYQEKCLLILVHALQSYNEGISKGRYNSDAER
VTLFSRYRLMVSSVLMTTLPRHFPEILRFYFKERLEELSDLMSGNSEDDDEFQPKDGMDIDERTKLSPEVSEMDIGETFS
GRKLSENNKLVKNIGKVVRDLRSLGFMSMTEDAYASAIFLLLKTKVHDLAGDDYRTSVLESIKEWIRAVPLQFLYALLAY
LGDSVSYNSPSSGLKSPLASHPSSFYPGIDIPSEGLVRWQLRLEYFAYETLQDLRIAKLFEIIVDYPDSSPAIEDLKQCL
KYSGQHSKLVDSFISSLRYRLLTAGASTNDILHQYVSTIKALRIIDPTGVFLEAVGEPIRDYLKGRKDTMKCIVTMLTDG
PGGNPNGPGNTGDSLLEELNRDEENQEDDVCDDDFNSDDKQAWINAERWEPDPVEADPLRGSRNRRKFDILGMIVGVIGS
KEQLVNEYRVMLAEKLLNKSDYDIDSEIRTLELLKIHFGESSMQKCEIMLNDLINSKRINTNIKASISDVSQKGSDRGEI
GVSLDLLDATIISSNFWPPVQDESINIPETVDQLFSDYAKRFYEIKTPRKLLWKKNLGTVKLELQFGDRAAQFTVTPVLA
AIIMNFQDQPRWTSKDLAAAIGVPVDILNRRINFWITKGVIAESIGAESDDNIFDLVDAMVDSSRNGVNNASCEDLAADE
EGETSVASLEEQLLIEMTVYEKYIMGMLTNFGNMSLDRIHNTLKMFCSADPVYDKSLQQLQSFLSGLLSEEKLEFRDGMY
YLKR                                                                            
>Acoe_003_00808                                                                 
MSTSPEPPGPVKWSDGWKEMEIGFTKLVRILDGYDEPDFTAKEYIQLYTVVYNMCTQKPPDDFSEELYNGYIQLIHDYVP
NKVLPSINSKHDVFLLEELEKRWLNHKVMLKWLSRFFQYLERYHIPRNSLRTLKDAGHNCFLEMVYEKIQVQVRNVILSL
IDREREGEQIDRSAVKNVLSMFVELEREKGTKPYENDFEAFMLQNTDAYYSRKASKHILVDSCPDYLLMAEECLKNEKDR
ATHYLHSSSESKLVEKTQDVLLFQHLNQIIEKENSGLHIMLRDDKIEDLSRMYRLFKKIDKGLEPVAAIFKKHVTSAGVA
LFKEIEDAAKSKKAYVNKVLEFHEKYLSYCNDCFMGDINFHKALKEGFESFFNKDIVGMSCAEMLSTFCDTFLQKGSAVE
KLGDDAIEKTIEKVALLLAYLQEKDLFAEFSRKKLARRLLTDRSSNLEHEKHFISKLKQQFGSYFTSKMEGMITDLSLAR
ETQAEFETYIKDNPHVTQGADLSVTVLTTGFWPTYKTVDFNIPPDVFYCIDAFKTYYKCKANSRKLTWIFSLGGCNLIGR
FDSKIIELQVSTYQAAALLLFNTTDRFSYQDIATELKLPNDELIRVLHSLSCGKYKILLKQPNSKAISHSDVFEFNSKFT
DKMRRIKVPLPHIEEKRKVIEDVDKERKFSIDAALVRIMKSRKVLGHQQLVLECVNILNRMFKPDIKVIKKRIEDLILRD
YLARDEENPNSYKYLA                                                                
>Acoe_003_00810                                                                 
MATKVTLNLKDFEHGWSIMQIGIQKLINMLEGIPSNAFTSEEYMQYYTVVYELCSPQELEPSQKFYDKYKETFQDYITSK
VLPSLRENKDEEFVREIVKRWSNHKIMVRWLSRFFHYLDRYYLNKQKLPSTQEVGFMIFYDMVYLEMKDQLRLVLISMIN
RECKGEKIDQNLLKDALDIYVEIGRGSLKHYEDDMEKAMLENAAAYYSQKASSWIMVDSYADYMLKAKECMEQEKDRVAS
YLPSSSQKKLLEIVDHELISSYVSKLQEMKQIRSVVLI                                          
>Acoe_003_00814                                                                 
MSMNERKIIDLDQGWEFMYKGITKLKRILEGQPEPQFNSEDYMMLYTTIYNMCTQKPPNDYSQQLYDKYREAFEEYINLA
VLPSLREKHDEFMLRELVERWMNHKVMVRWLSRFFHYLDRYFIARRSLPALKDVGLTCFRDLVYQELNVKVKDAVIFLID
QEREGEQIDRALLKNILDIFVEIGMGQMERYENDFETPMLLDTSDYYSRKASIWIEEDSCPDYMLKAEECLKREKDRVAH
YLHSSSETKLLDKVQYELLTVYTTQLLEKEHSGCHALLRDDKVDDLSRMYRLFSKIPHGLEPVSNMFKQHVTAEGTALVN
QAEDAASNKKVCFPQAEKRDVVGLPEQVFVKKVLDLHDKYLAYVNDCFLNHTLFHKALKEAFEVFCNKGVSGSSSAELLA
TFCDNILKKGGSDKLSDEAIEETLEKVVKLLAYVSDKDLFAEFYRKKLARRLLFDKSANDDHERSILTKLKQQCGGQFTS
KMEGMVTDLTLAREHQTNFEEYLTINPATNPGIDLTVTVLTTGFWPSYKSFDLNLPAEMVKCVEVFKEFYQTKTKHRKLT
WIYSLGTCNINGKFDQKTIELIVTTYQASLLLLFNSSDRLSYSEIKEQLNLTDDDIIRLLHSLSCAKYKILNKVPNTKTI
SQKDVFEFNSKFTDKMRRIKIPLPPVDEKKKVIEDVDKDRRYAIDASIVRIMKSRKVLGHQQLVMECVDQLGRMFKPDFK
AIKKRIEDLITRDYLERDKDNPNLYKYLAMSMNERKIIDLDQGWEFMYKGITKLKRILEGQPEPQFNSEDYMMLYTTIYN
MCTQKPPNDYSQQLYDKYREAFEEYINLAVLPSLREKHDEFMLRELVERWMNHKVMVRWLSRFFHYLDRYFIARRSLPAL
KDVGLTCFRDLVYQELNVKVKDAVIFLIDQEREGEQIDRALLKNILDIFVEIGMGQMERYENDFETPMLLDTSDYYSRKA
SIWIEEDSCPDYMLKAEECLKREKDRVAHYLHSSSETKLLDKVQYELLTVYTTQLLEKEHSGCHALLRDDKVDDLSRMYR
LFSKIPHGLEPVSNMFKQHVTAEGTALVNQAEDAASNKKAEKRDVVGLPEQVFVKKVLDLHDKYLAYVNDCFLNHTLFHK
ALKEAFEVFCNKGVSGSSSAELLATFCDNILKKGGSDKLSDEAIEETLEKVVKLLAYVSDKDLFAEFYRKKLARRLLFDK
SANDDHERSILTKLKQQCGGQFTSKMEGMVTDLTLAREHQTNFEEYLTINPATNPGIDLTVTVLTTGFWPSYKSFDLNLP
AEMVKCVEVFKEFYQTKTKHRKLTWIYSLGTCNINGKFDQKTIELIVTTYQASLLLLFNSSDRLSYSEIKEQLNLTDDDI
IRLLHSLSCAKYKILNKVPNTKTISQKDVFEFNSKFTDKMRRIKIPLPPVDEKKKVIEDVDKDRRYAIDASIVRIMKSRK
VLGHQQLVMECVDQLGRMFKPDFKAIKKRIEDLITRDYLERDKDNPNLYKYLA                           
>Acoe_006_00278                                                                 
MNTQKRRNFQIEAFKHRVVVDPKYAEKTWKVLEHAIHEIYNHNASGLSFEELYRNAYNMVLHKFGDKLYSGLVSTMTMHL
KDISQSIEIAQGGLFLEEMNNKWAEHNKALQMIRDILMYMDRTFIPSTHKTPVHELGLNLWRDNIIHSGNIQTRLLNTLL
ELVQRERMGEVINRGLMRNIVKMLMDLGSAVYQEDFEKPFLEVSANFYSVESQQFIECCDCGDYLKKAERRLNEEMERVS
HYLDARSEVKITNVVEKEMIANHMQRLVHMENSGLVNMLVDDKYEDLGRMYNLFRRVPDGLSTIRDVMTSHIRENGKQLV
TDPEKLRDPVDFVQRLLDEKDKNDKIISLAFNNDKTFQNALNSSFEYFINLNPRSPEFISLFVDDKLRKGLKGVSEEDVE
LVLDKVMMLFRYLQEKDVFEKYYKQHLAKRLLSGKTVSDDAERSLIVKLKTECGYQFTSKLEGMFTDMKTSQDTMQGFYT
SKAAEVGDSPALAVQVLTTGSWPTQPTNTCNLPAEILGVCEKFRMYYLGTHTGRRLTWQTNMGTADLKATFGNGQKHELN
VSTYQMCILMLFNNADRLSYREIEQATEIPASDLKRCLQSLACVKGKNILRKEPMSKDIGEDDAFFFNYKFSSKFYKVKI
GTVVAQKESEPEKLETRQRVEEDRKPQIEAAIVRIMKSRRVLDHNNIVAEVTKQLQSRFLPNPVIIKKRIESLIEREFLE



RDKVDRKLYRYLA                                                                   
>Acoe_009_00641                                                                 
MTDREEIIEFEVGAKFIKNGIAKFIYLQENFPEEKLSPHEVMKLYSCVYNMCIQNYPHSYDSELYNLYKEIIEEYVKGTV
LSSLREKHDEFFLLELIKRWKNHKILVRLMSSQIFQYLNRYHIGRLPWEPSLDKFGFTCFYDAVSQDINMKARDIVISLI
EKEREGAQIDKVLLKNVTDYFVEIGAGWDHYFLEAGPGFYYQKQYEEVILNSTVSYYLGKAMSWISEEDYIEKAKECLKR
EEENVSHYLAFVSKDKLLATVQQQLLSVYEKHQLDKDKVEELSRNLSSLLV                             
>Acoe_017_00270                                                                 
MAMHERKTIDLEQGWEFMQKGITKLKNILEGLPEPQFSSEDYMMLYTTIYNMCTQKPPHDYSQQLYDKYRESFEEYITST
VLPSLREKHDEFMLRELVKRWANHKVMVRWLSRFFHYLDRYFIARRSLPALNEVGLTCFRDLVYREINGKVRDAVISLID
QEREGEQIDRALLKNVLDIFVEIGMGQMDCYENDFEVSMLKDTASYYSRKASNWILEDSCPDYMLKAEECLKREKDRVSH
YLHSSSEQKLLEKVQHELLYVYASQLLEKEHSGCHALLRDDKVEDLSRMYRLFCRIPRGLDPVSTIFKQHVTAEGTALVK
QAEDAASNKKAEKRDVVGLQEQVFVRKVIELHDKYLAYVNDCFMNHSLFHKALKEAFEVFCNKGVAGSSSAELLATFCDN
ILKKGGSEKLSDEAIEETLEKVVKLLAYISDKDLFAEFYRKKLARRLLFDKSANDDHERSILTKLKQQCGGQFTSKMEGM
VTDLTLARENQTSFEEYLNSNPQVNPGIDLTVTVLTTGFWPSYKSFDLNLPEEMVKCVEVFREFYQTKTKHRKLTWIYSL
GTCNIIGKFEAKTMELIVTTYQASVLLLFNASDRLSYSEIMTQLNLTDDDIVRLLHSLSCAKYKILNKTPSTKTITPTDY
FEFNSKFTDKMRRIKIPLPPVDEKKKVIEDVDKDRRYAIDASIVRIMKSRKVLGHQQLVMECVEQLGRMFKPDFKAIKKR
IEDLITRDYLERDKDNPNLFRYLA                                                        
>Acoe_022_00213                                                                 
MSHPKRSYNNTSSSSSSSSGSGSGSGVGGGVGGIGGNPFQTTSNTNTSSMKKAKSQAISCSMEKNGQNNHHYEDFGTSMI
VDDNNLKSESQFGVIDCTSQNPTTIVAANLSRKKATPPQPAKKPLVIKFTKGKPKPPTNFEETTWIVLKSAINAIFLKQR
TPSHFEDLYQAVDSLCIHKMGGDLYQRIEKECEAHICRVLQSLVGQSPDLVVFLSLVENCWQDLCNQIMMIRGIALVLDT
TYVKQTSNVLSLWDMGLHLFRRHLSLCPEVEHRTVTGMLRLIEKERLGEAIDRTLLNHLLKMFTALGIYSESFEKPFLEC
TTEFYAAEGVKFMQLSDVPDYLKHVELRLHEEHERCLLYLDSSTRKPLVATTERQLLERHTSAILDKGFTMLMDGNRIED
LRRLYALFSRVNAFELLRQALSSYIRGTGQGLIMDEEKDKDLVSSLLEFKASLDMIWEESFSRNDVFSNTIKDAFEHLIN
LRQNRPAELIAKFLDEKLRAGNKGTSEEELEGLLDKVLVLFRFIQGKDVFEAFYKKDLAKRLLLGKSASIDAEKSMISKL
KTECGSQFTNKLEGMFKDIELSKEINESFRQSSQARTKLPSGIEMSVHVLTTGYWPTYPPMDVRLPHELNVYQDIFKEFY
LSKYSGRRLMWQNSLGHCVLKAEFPKGRKELAVSLFQTVVLMLFNDAPKLTFQDIKDSTGIEDKELRRTLQSLACGKVRV
LLKIPKGREVDDNDYFLFNDDFNAPLYRIKVNAIQLKETVEENTSTTERVFQDRQYQVDAAIVRIMKTRKVLSHTLLITE
LFQQLKFPIKPADLKKRIESLIDREYLERDKSNPQIYNYLAMSHPKRSYNNTSSSSSSSSGSGSGSGVGGGVGGIGGNPF
QTTSNTNTSSMKKAKSQAISCSMEKNGQNNHHYEDFGTSMIVDDNNLKSESQFGVIDCTSQNPTTIVAANLSRKKATPPQ
PAKKPLVIKFTKGKPKPPTNFEETTWIVLKSAINAIFLKQRTPSHFEDLYQAVDSLCIHKMGGDLYQRIEKECEAHICRV
LQSLVGQSPDLVVFLSLVENCWQDLCNQIMMIRGIALVLDTTYVKQTSNVLSLWDMGLHLFRRHLSLCPEVEHRTVTGML
RLIEKERLGEAIDRTLLNHLLKMFTALGIYSESFEKPFLECTTEFYAAEGVKFMQLSDVPDYLKHVELRLHEEHERCLLY
LDSSTRKPLVATTERQLLERHTSAILDKGFTMLMDGNRIEDLRRLYALFSRVNAFELLRQALSSYIRGTGQGLIMDEEKD
KDLVSSLLEFKASLDMIWEESFSRNDVFSNTIKDAFEHLINLRQNRPAELIAKFLDEKLRAGNKGTSEEELEGLLDKVLV
LFRFIQGKDVFEAFYKKDLAKRLLLGKSASIDAEKSMISKLKTECGSQFTNKLEGMFKDIELSKEINESFRQSSQARTKL
PSGIEMSVHVLTTGYWPTYPPMDVRLPHELNVYQDIFKEFYLSKYSGRRLMWQNSLGHCVLKAEFPKGRKELAVSLFQLT
FQDIKDSTGIEDKELRRTLQSLACGKVRVLLKIPKGREVDDNDYFLFNDDFNAPLYRIKVNAIQLKETVEENTSTTERVF
QDRQYQVDAAIVRIMKTRKVLSHTLLITELFQQLKFPIKPADLKKRIESLIDREYLERDKSNPQIYNYLAMSHPKRSYNN
TSSSSSSSSGSGSGSGVGGGVGGIGGNPFQTTSNTNTSSMKKAKSQAISCSMEKNGQNNHHYEDFGTSMIVDDNNLKSES
QFGVIDCTSQNPTTIVAANLSRKKATPPQPAKKPLVIKFTKGKPKPPTNFEETTWIVLKSAINAIFLKQRTPSHFEDLYQ
AVDSLCIHKMGGDLYQRIEKECEAHICRVLQSLVGQSPDLVVFLSLVENCWQDLCNQIMMIRGIALVLDTTYVKQTSNVL
SLWDMGLHLFRRHLSLCPEVEHRTVTGMLRLIEKERLGEAIDRTLLNHLLKMFTALGIYSESFEKPFLECTTEFYAAEGV
KFMQLSDVPDYLKHVELRLHEEHERCLLYLDSSTRKPLVATTERQLLERHTSAILDKGFTMLMDGNRIEDLRRLYALFSR
VNAFELLRQALSSYIRGTGQGLIMDEEKDKDLVSSLLEFKASLDMIWEESFSRNDVFSNTIKDAFEHLINLRQNRPAELI
AKFLDEKLRAGNKGTSEEELEGLLDKVLVLFRFIQGKDVFEAFYKKDLAKRLLLGKSASIDAEKSMISKLKTECGSQFTN
KLEGMFKDIELSKEINESFRQSSQARTKLPSGIEMSVHVLTTGYWPTYPPMDVRLPHELNVYQDIFKEFYLSKYSGRRLM
WQNSLGHCVLKAEFPKGRKELAVSLFQLTFQDIKDSTGIEDKELRRTLQSLACGKVRVLLKIPKGREVDDNDYFLFNDDF
NAPLYRIKVNAIQLKETVEENTSTTERVFQDRQYQVQPHLFLLCIFFEAFNLQQYLYVWIWMFGRLMLPLSASMSHPKRS
YNNTSSSSSSSSGSGSGSGVGGGVGGIGGNPFQTTSNTNTSSMKKAKSQAISCSMEKNGQNNHHYEDFGTSMIVDDNNLK
SESQFGVIDCTSQNPTTIVAANLSRKKATPPQPAKKPLVIKFTKGKPKPPTNFEETTWIVLKSAINAIFLKQRTPSHFED
LYQAVDSLCIHKMGGDLYQRIEKECEAHICRVLQSLVGQSPDLVVFLSLVENCWQDLCNQIMMIRGIALVLDTTYVKQTS
NVLSLWDMGLHLFRRHLSLCPEVEHRTVTGMLRLIEKERLGEAIDRTLLNHLLKMFTALGIYSESFEKPFLECTTEFYAA
EGVKFMQLSDVPDYLKHVELRLHEEHERCLLYLDSSTRKPLVATTERQLLERHTSAILDKGFTMLMDGNRIEDLRRLYAL
FSRVNAFELLRQALSSYIRGTGQGLIMDEEKDKDLVSSLLEFKASLDMIWEESFSRNDVFSNTIKDAFEHLINLRQNRPA
ELIAKFLDEKLRAGNKGTSEEELEGLLDKVLVLFRFIQGKDVFEAFYKKDLAKRLLLGKSASIDAEKSMISKLKTECGSQ
FTNKLEGMFKDIELSKEINESFRQSSQARTKLPSGIEMSVHVLTTGYWPTYPPMDVRLPHELNVYQDIFKEFYLSKYSGR
RLMWQNSLGHCVLKAEFPKGRKELAVSLFQVGLLKFLMSHPKRSYNNTSSSSSSSSGSGSGSGVGGGVGGIGGNPFQTTS
NTNTSSMKKAKSQAISCSMEKNGQNNHHYEDFGTSMIVDDNNLKSESQFGVIDCTSQNPTTIVAANLSRKKATPPQPAKK
PLVIKFTKGKPKPPTNFEETTWIVLKSAINAIFLKQRTPSHFEDLYQAVDSLCIHKMGGDLYQRIEKECEAHICRVLQSL
VGQSPDLVVFLSLVENCWQDLCNQIMMIRGIALVLDTTYVKQTSNVLSLWDMGLHLFRRHLSLCPEVEHRTVTGMLRLIE
KERLGEAIDRTLLNHLLKMFTALGIYSESFEKPFLECTTEFYAAEGVKFMQLSDVPDYLKHVELRLHEEHERCLLYLDSS



TRKPLVATTERQLLERHTSAILDKGFTMLMDGNRIEDLRRLYALFSRVNAFELLRQALSSYIRGTGQGLIMDEEKDKDLV
SSLLEFKASLDMIWEESFSRNDVFSNTIKDAFEHLINLRQNRPAELIAKFLDEKLRAGNKGTSEEELEGLLDKVLVLFRF
IQVSASVDLILFVIFKDPSCLSLLFLLCRPIFFHISAYNCH                                       
>Acoe_033_00008                                                                 
MTDLDEEIIEFEEGVEIIKNGIAKFIDLQENFPKEKLTPRELMKLYSCIYDLCAIHSYSPQFYDLYEQTIKEYIKGIVLS
SLREKQDVCFLSELVKRWKNYKVMCSWMSSHLFQYLDRYYTSDERWLPSLAKVGFTYFYDAVSQDINMKARDIVISLIEK
EREGTQIDRVLLKNVTDYFVEVGAGWDNYFFKHGPGFYYEKHYEEGILSNTASYYLGKAMSWISEEDNGDQYYIERAKEC
LKREEENVSHYLTYVSKDKLLATVQQQLLSVYEKHQLDKAKVEELSRNLSFS                            
>Acoe_044_00028                                                                 
MAMATHPASSNRYNLGILDSISDSAIVDILESWIGFCTTTESLLKDEGNLSVGSDFVSYVHILCESRFSSLVQDHFLKAL
EETFEKHLARSFWCHFDPQGDGLLPKWNAYHDKEDWGEDAFSEALEEICLEKQYQEKCLLVLVHALQTYRESMPANKHNS
DVEMTSLMCRYRSMVCSVITTILPRQFSDTLRFYFTERLEKLSTTRSADDDGVYENQAKDGMDIDERTSFSSSVTDMDID
EIYHKRNVLENSKLMKSIGKVVRDLRSLGLASLTEDAYASSIFSLLKTKVHALADDDYRSSVLESIKAWIKTVPLQFLYA
LLAYLGESVSYDSPSSGLKSPLASHPPSFYPGIDIPSEGLVRWQLRLEYFAYETLQELRIGKLFEIIVDYPDSCPAIDDL
KQCLKYTGQHSKLVESFISSLRCRLLTAGASTSDILHQYVSTIKVLRIIDPTGVFLEAVGEPIREYLKGRKDTRKCIVTM
FTDGTGGNPNGPGNTADSLLEESQENDNCEDYCNSDEKQAWINADCWEPDPIETDPLKGSSTRRKTDILGMIVGIIGSKD
PLIDEYSVMLAEKLLNKSDYDIDSEIRTLELLKLHFGESSMQTCEIMLNDLINSKRINTNIKASSAHPPKKGANLGEIGM
SLDFLDATIISSNFWPPVQEESINLPEPVDQLLSDYAKRFNEIKTPRKLLWKKNLGTVKLELQFGDRATQFIVTPVNAAI
IMHFQSQTSWTSKDLAAAVGVPVDALNWRMNFWISKGVITEATDGKADDYTYTLVDLVDSSENGIDNPPCEDLRSDEEGE
TSVASQEQLKKEHAVYENFIMGMLTNLGSMSVDHCYSILKRRCSYDKSIQELRIFLSSFVSEEKLEFRDGIYSLRRKMAT
HPASSNRYNLGILDSISDSAIVDILESWIGFCTTTESLLKDEGNLSVGSDFVSYVHILCESRFSSLVQDHFLKALEETFE
KHLARSFWCHFDPQGDGLLPKWNAYHDKEDWGEDAFSEALEEICLEKQYQEKCLLVLVHALQTYRESMPANKHNSDVEMT
SLMCRYRSMVCSVITTILPRQFSDTLRFYFTERLEKLSTTRSADDDGVYENQAKDGMDIDERTSFSSSVTDMDIDEIYHK
RNVLENSKLMKSIGKVVRDLRSLGLASLTEDAYASSIFSLLKQTKVHALADDDYRSSVLESIKAWIKTVPLQFLYALLAY
LGESVSYDSPSSGLKSPLASHPPSFYPGIDIPSEGLVRWQLRLEYFAYETLQELRIGKLFEIIVDYPDSCPAIDDLKQCL
KYTGQHSKLVESFISSLRCRLLTAGASTSDILHQYVSTIKVLRIIDPTGVFLEAVGEPIREYLKGRKDTRKCIVTMFTDG
TGGNPNGPGNTADSLLEESQENDNCEDYCNSDEKQAWINADCWEPDPIETDPLKGSSTRRKTDILGMIVGIIGSKDPLID
EYSVMLAEKLLNKSDYDIDSEIRTLELLKLHFGESSMQTCEIMLNDLINSKRINTNIKASSAHPPKKGANLGEIGMSLDF
LDATIISSNFWPPVQEESINLPEPVDQLLSDYAKRFNEIKTPRKLLWKKNLGTVKLELQFGDRATQFIVTPVNAAIIMHF
QSQTSWTSKDLAAAVGVPVDALNWRMNFWISKGVITEATDGKADDYTYTLVDLVDSSENGIDNPPCEDLRSDEEGETSVA
SQEQLKKEHAVYENFIMGMLTNLGSMSVDHCYSILKRRCSYDKSIQELRIFLSSFVSEEKLEFRDGIYSLRRKMATHPAS
SNRYNLGILDSISDSAIVDILESWIGFCTTTESLLKDEGNLSVGSDFVSYVHILCESRFSSLVQDHFLKALEETFEKHLA
RSFWCHFDPQGDGLLPKWNAYHDKEDWGEDAFSEALEEICLEKQYQEKCLLVLVHALQTYRESMPANKHNSDVEMTSLMC
RYRSMVCSVITTILPRQFSDTLRFYFTERLEKLSTTRSADDDGVYENQAKDGMDIDERTSFSSSVTDMDIDEIYHKRNVL
ENSKLMKSIGKVVRDLRSLGLASLTEDAYASSIFSLLKQTKVHALADDDYRSSVLESIKAWIKTVPLQFLYALLAYLGES
VSYDSPSSGLKSPLASHPPSFYPGIDIPSEGLVRWQLRLEYFAYETLQELRIGKLFEIIVDYPDSCPAIDDLKQCLKYTG
QHSKLVESFISSLRCRLLTAGASTSDILHQYVSTIKVLRIIDPTGVFLEAVGEPIREYLKGRKDTRKCIVTMFTDGTGGN
PNGPGNTADSLLEESQENDNCEDYCNSDEKQAWINADCWEPDPIETDPLKGSSTRRKTDILGMIVGIIGSKDPLIDEYSV
MLAEKLLNKSDYDIDSEIRTLELLKLHFGESSMQTCEIMLNDLINSKRINTNIKASSAHPPKKGANLGEIGMSLDFLDAT
IISSNFWPPVQEESINLPEPVDQLLSDYAKRFNEIKTPRKLLWKKNLGTVKLELQFGDRATQFIVTPVNAAIIMHFQSQT
SWTSKDLAAAVGVPVDALNWRMNFWISKGVITEATDGKADDYTYTLVDLVDSSENGIDNPPCEDLRSDEEGETSVASQEQ
LKKEHAVYENFIMGMLTNLGSMSVDHCYSILKLIAEALFLMAMATHPASSNRYNLGILDSISDSAIVDILESWIGFCTTT
ESLLKDEGNLSVGSDFVSYVHILCESRFSSLVQDHFLKALEETFEKHLARSFWCHFDPQGDGLLPKWNAYHDKEDWGEDA
FSEALEEICLEKQYQEKCLLVLVHALQTYRESMPANKHNSDVEMTSLMCRYRSMVCSVITTILPRQFSDTLRFYFTERLE
KLSTTRSADDDGVYENQAKDGMDIDERTSFSSSVTDMDIDEIYHKRNVLENSKLMKSIGKVVRDLRSLGLASLTEDAYAS
SIFSLLKTKVHALADDDYRSSVLESIKAWIKTVPLQFLYALLAYLGESVSYDSPSSGLKSPLASHPPSFYPGIDIPSEGL
VRWQLRLEYFAYETLQELRIGKLFEIIVDYPDSCPAIDDLKQCLKYTGQHSKLVESFISSLRCRLLTAGASTSDILHQYV
STIKVLRIIDPTGVFLEAVGEPIREYLKGRKDTRKCIVTMFTDGTGGNPNGPGNTADSLLEESQENDNCEDYCNSDEKQA
WINADCWEPDPIETDPLKGSSTRRKTDILGMIVGIIGSKDPLIDEYSVMLAEKLLNKSDYDIDSEIRTLELLKLHFGESS
MQTCEIMLNDLINSKRINTNIKASSAHPPKKGANLGEIGMSLDFLDATIISSNFWPPVQEESINLPEPVDQLLSDYAKRF
NEIKTPRKLLWKKNLGTVKLELQFGDRATQFIVTPVNAAIIMHFQSQTSWTSKDLAAAVGVPVDALNWRMNFWISKGVIT
EATDGKADDYTYTLVDLVDSSENGIDNPPCEDLRSDEEGETSVASQEQLKKEHAVYEVCIVSTCIASCCQQHLGLVPAIM
AMATHPASSNRYNLGILDSISDSAIVDILESWIGFCTTTESLLKDEGNLSVGSDFVSYVHILCESRFSSLVQDHFLKALE
ETFEKHLARSFWCHFDPQGDGLLPKWNAYHDKEDWGEDAFSEALEEICLEKQYQEKCLLVLVHALQTYRESMPANKHNSD
VEMTSLMCRYRSMVCSVITTILPRQFSDTLRFYFTERLEKLSTTRSADDDGVYENQAKDGMDIDERTSFSSSVTDMDIDE
IYHKRNVLENSKLMKSIGKVVRDLRSLGLASLTEDAYASSIFSLLKQTKVHALADDDYRSSVLESIKAWIKTVPLQFLYA
LLAYLGESVSYDSPSSGLKSPLASHPPSFYPGIDIPSEGLVRWQLRLEYFAYETLQELRIGKLFEIIVDYPDSCPAIDDL
KQCLKYTGQHSKLVESFISSLRCRLLTAGASTSDILHQYVSTIKVLRIIDPTGVFLEAVGEPIREYLKGRKDTRKCIVTM
FTDGTGGNPNGPGNTADSLLEESQENDNCEDYCNSDEKQAWINADCWEPDPIETDPLKGSSTRRKTDILGMIVGIIGSKD
PLIDEYSVMLAEKLLNKSDYDIDSEIRTLELLKLHFGESSMQTCEIMLNDLINSKRINTNIKASSAHPPKKGANLGEIGM
SLDFLDATIISSNFWPPVQVNITILILIVKIHQMAMATHPASSNRYNLGILDSISDSAIVDILESWIGFCTTTESLLKDE
GNLSVGSDFVSYVHILCESRFSSLVQDHFLKALEETFEKHLARSFWCHFDPQGDGLLPKWNAYHDKEDWGEDAFSEALEE



ICLEKQYQEKCLLVLVHALQTYRESMPANKHNSDVEMTSLMCRYRSMVCSVITTILPRQFSDTLRFYFTERLEKLSTTRS
ADDDGVYENQAKDGMDIDERTSFSSSVTDMDIDEIYHKRNVLENSKLMKSIGKVVRDLRSLGLASLTEDAYASSIFSLLK
TKVHALADDDYRSSVLESIKAWIKTVPLQFLYALLAYLGESVSYDSPSSGLKSPLASHPPSFYPGIDIPSEGLVRWQLRL
EYFAYETLQELRIGKLFEIIVDYPDSCPAIDDLKQCLKYTGQHSKLVESFISSLRCRLLTAGASTSDILHQYVSTIKVLR
IIDPTGVFLEAVGEPIREYLKGRKDTRKCIVTMFTDGTGGNPNGPGNTADSLLEESQENDNCEDYCNSDEKQAWINADCW
EPDPIETDPLKGSSTRRKTDILGMIVGIIGSKDPLIDEYSVMLAEKLLNKSDYDIDSEIRTLELLKLHFGESSMQTCEIM
LNDLINSKRINTNIKASSAHPPKKGANLGEIGMSLDFLDATIISSNFWPPVQVNITILILIVKIHQ              
>Bdis_1g06387                                                                   
MSHPHATAPKRPFSSASPSPTSPAPPHMKKAKLPASSSSSAGPTEKNGLHLDPTAAAAVRGSGRTNGEEDAEMLLADQDE
LRAPSASVPGGVTANLFRKKATLPQPSATSATRKPLRIKIGQPKLPKNFEEDTWAILKDAITAIFLKQKLSCDVEKLYQA
AGDLCLHKLGANLYERVKKECEIHIAAKISALVGQSPDLVVFLSLVHRTWQDFCDQMLIIRGIALLLDVKYVKNIANLCS
VWDMGLQLFRKHVSLSPEIEHKTVTGLLRLIESERLGEAIDKTLLSHLLKMFTDLGMYSETFEKPFLECTSQFYATEGVK
YLQQSDIPDYLKHVESRLQEEHERCIMYLEANTRKPLIATTEKQLLHRHTSAIIEKGFTMLMEANRVKDLWRMYTLFQRV
DAIEMLKQALSLYIRGTGQGIIMDEEKDKDLVPFLLEFKASLDKILEESFAKNESFSNTIKESFEHLINLRQNRPAELIA
KFLDEKLRAGNKGTSEEELEGILDKVLVLFRYIQGKDVFEAFYKKDLAKRLLLGKSASIDAEKSMITKLKTECGSQFTNK
LEGMFKDIELSKEINDSFKQSSQARTKLPTGIEMSVHVLTTGYWPTYPPMDVKLPHELNVYQDIFKEFYLSKYSGRRLMW
QNSLGHCVLKVEFPKGRKELSVSLFQSVVLMLFNDAQKLSFLDIKDSTGIEDKELRRTLQSLACGKVRVLQKTPKGRDVD
DKDEFVFNDEFSAPLYRIKVNAIQMKETVEENTSTTERVFQDRQYQVDAAIVRIMKTRKTLSHTLLITELFQQLKFPIKP
ADMKKRIESLIDREYLERDRSNPQIYNYLA*MSHPHATAPKRPFSSASPSPTSPAPPHMKKAKLPASSSSSAGPTEKNGL
HLDPTAAAAVRGSGRTNGEEDAEMLLADQDELRAPSASVPGGVTANLFRKKATLPQPSATSATRKPLRIKIGQPKLPKNF
EEDTWAILKDAITAIFLKQKLSCDVEKLYQAAGDLCLHKLGANLYERVKKECEIHIAAKISALVGQSPDLVVFLSLVHRT
WQDFCDQMLIIRGIALLLDVKYVKNIANLCSVWDMGLQLFRKHVSLSPEIEHKTVTGLLRLIESERLGEAIDKTLLSHLL
KMFTDLGMYSETFEKPFLECTSQFYATEGVKYLQQSDIPDYLKHVESRLQEEHERCIMYLEANTRKPLIATTEKQLLHRH
TSAIIEKGFTMLMEANRVKDLWRMYTLFQRVDAIEMLKQALSLYIRGTGQGIIMDEEKDKDLVPFLLEFKASLDKILEES
FAKNESFSNTIKESFEHLINLRQNRPAELIAKFLDEKLRAGNKGTSEEELEGILDKVLVLFRYIQGKDVFEAFYKKDLAK
RLLLGKSASIDAEKSMITKLKTECGSQFTNKLEGMFKDIELSKEINDSFKQSSQARTKLPTGIEMSVHVLTTGYWPTYPP
MDVKLPHELNVYQDIFKEFYLSKYSGRRLMWQNSLGHCVLKVEFPKGRKELSVSLFQSVVLMLFNDAQKLSFLDIKDSTG
IEDKELRRTLQSLACGKVRVLQKTPKGRDVDDKDEFVFNDEFSAPLYRIKMKETVEENTSTTERVFQDRQYQVDAAIVRI
MKTRKTLSHTLLITELFQQLKFPIKPADMKKRIESLIDREYLERDRSNPQIYNYLA*                       
>Bdis_2g12970                                                                   
MAQIPIELEVGWRSMVAGISKLKSILGGDGGVCFSSKEYIDLYTTIFNMCTQKPPNDYSKQLYERYKEALDDYIKSVVVP
SLKGKHGEFLLRELVGRWKNHKVMVRWLSRFFHYLDRYYVSRKLLLPLNELGQSCFHDLVFKELKTTLTLTLIDMIDAER
EGQLIDRALVKDVIDIYVEIGWGSLGLYEGDFEQDFLNSTTDYYSKKAQAWIVEDSCPEYLLKAEECLQKEKERVGHYLH
SKTETKLLEDSLLELISRRAEQILNKENSGCRVLLLDGKTEDLSRMCRLFSRVEDGLFQLSKVFKEHVNEEGMSLLKSAT
DAANSKNERKEIVGALDQDFVRKVIELHDKQQSYVINCFQNNTVFHKAIKEAFEIICNKEVAGCTSAESLATFCDNILRK
GGSEKLGDEALEETLEKVVTILTYISDRDLFVEFHRKKLGKRLLFDKSVNDEHERSLLSKLKQYFGGQLTSKMEGMLGDM
TRARDQQANFDEYMSQITESNPRVDFSVTVLTAGRWPTYKSSNINLPSEMIKCVEAFKNYYDSKEKCKKLSWLYSMGNCN
IVAKFDTKPIELIVTTYQAALLLLFNGADRLSYSEIVTQLNLPDDDALRLLHSLSCAKYKILNKEPLNRTISPNDIFLFN
HKFTDKMRRIKVPLPPTDEKKKVVEDVNKDRRFSIDAAIVRIMKSRKVMGHQQLVVECVEQLSRMFKPDVKLIKRRIEDL
ISREYLERDLETTNSYRYLA*                                                           
>Bdis_2g35820                                                                   
MATHERKTVDLEEGWAFMQKGITKLKNILEGKPEPQFSSEDYMMLYTTIYNMCTQKPPHDYSQQLYDKYRESFEEYISSM
VLPSLREKHDEFMLRELVKRWSNHKVMVRWLSRFFHYLDRYFISRRSLPALREVGLSCFRDLVYQEIKGKVKSAVISLID
QEREGEQIDRALLKNVLDIFVEIGLGSMECYENDFEDFLLKDTADYYSIKAQTWIVEDSCPDYMLKAEECLKREKERVAH
YLHSSSEQKLLEKVQHELLTQYANQLLEKEHSGCHALLRDDKVEDLSRMYRLFSRITRGLEPVSQIFKQHVTNEGTALVK
QAEDAASNKKPEKKDIVGLQEQVFVRKIIELHDKYVAYVTDCFQGHTLFHKALKEAFEVFCNKGVSGSSSAELLATFCDN
ILKKGGSEKLSDEAIEDTLEKVVRLLAYISDKDLFAEFYRKKLARRLLFDKSANDEHERSILTKLKQQCGGQFTSKMEGM
VTDLTVARDHQTKFEEFISAHTELNPGIDLAVTVLTTGFWPTYKSFDINLPAEMVKCVEVFKEFYQTRTKHRKLTWIYSL
GICHITAKFEAKTIELIVTTYQAALLLLFNGADRLSYSEIVTQLNLSDDDVVRLLHSLSCAKYKILNKEPAGRTISPTDV
FEFNSKFTDKMRRIKIPLPPVDEKKKVVEDVDKDRRYAIDASIVRIMKSRKVLGHQTLVMECVEQLGRMFKPDFKAIKKR
IEDLITRDYLERDKENPNVYRYLA*                                                       
>Bdis_2g35830                                                                   
MTGQERKTIDLDEGWSFMQRGIVKLINILEGKPEPQFSSEDYMMLYTTIYNMCTQKPPHDYSQQLYDKYKDSFQEYINAM
VLPSLREKHDEFMLRELVQRWANHKVMVRWLSRFFHYLDRYFITRRSLVALKDVGLICFRDLIFQEIKGKVKDAVIALID
QEREGEQIDRALLKNVLDIFVEIGLGIMECYENDFEDFLLKDTTDYYSVKAQSWIVEDSCPDYMIKAEECLKREKERVGH
YLHINSEPKLLEKVQNELLAQYATQLLEKEHSGCFALLRDDKVEDLSRMYRLFSKVTRGLEPISNMFKKHVTNEGTALVK
QAEDSANNKKPEKKDMVGMQEQVFVWKIIELHDKYVAYVTDCFQGHTLFHKALKEAFEVFCNKGVSGSSSAELLATFCDN
ILKKGCSEKLSDEAIEDALEKVVRLLAYISDKDLFAEFYRKKLARRLLFDKSANDEHERSILTKLKQQCGGQFTSKMEGM
VTDLTVARDHQTKFEEFVAEKSELNPGVDLAVTVLTTGFWPTYKTFDINLPSEMVKCVEVFKEFYQTRTKHRKLTWIYSL
GTCNINAKFDTKVIELIVTTYQAALLLLFNGSDRLSYSEIVTQLNLSDDDVVRLLHSLSCAKYKILTKEPAGRSISPNDV
FEFNSKFTDRMRRIKIPLPPVDEKKKVVEDVDKDRRYAIDASIVRIMKSRKVMAHTQLVAECVEQLSRMFKPDFKAIKKR
IEDLITRDYLERDKDNANTYRYLA*MTGQERKTIDLDEGWSFMQRGIVKLINILEGKPEPQFSSEDYMMLYTTIYNMCTQ



KPPHDYSQQLYDKYKDSFQEYINAMVLPSLREKHDEFMLRELVQRWANHKVMVRWLSRFFHYLDRYFITRRSLVALKDVG
LICFRDLIFQEIKGKVKDAVIALIDQEREGEQIDRALLKNVLDIFVEIGLGIMECYENDFEDFLLKDTTDYYSVKAQSWI
VEDSCPDYMIKAEECLKREKERVGHYLHINSEPKLLEKVQNELLAQYATQLLEKEHSGCFALLRDDKVEDLSRMYRLFSK
VTRGLEPISNMFKKHVTNEGTALVKQAEDSANNKKPEKKDMVGMQEQVFVWKIIELHDKYVAYVTDCFQGHTLFHKALKE
AFEVFCNKGVSGSSSAELLATFCDNILKKGCSEKLSDEAIEDALEKVVRLLAYISDKDLFAEFYRKKLARRLLFDKSAND
EHERSILTKLKQQCGGQFTSKMEGMVTDLTVARDHQTKFEEFVAEKSELNPGVDLAVTVLTTGFWPTYKTFDINLPSEMV
KCVEVFKEFYQTRTKHRKLTWIYSLGTCNINAKFDTKVIELIVTTYQAALLLLFNGSDRLSYSEIVTQLNLSDDDVVRLL
HSLSCAKYKILTKEPAGRSISPNDVFEFNSKFTDRMRRIKVCPILCSLLGWLL*                          
>Bdis_2g60057                                                                   
MDAHLSFEDGWRVLEQGIVTCSKILGGETRTRPTVAEYMNCYDCAYRMAVQKTHYCEEMYVGYKNILADCVRAMVLPHLS
DKRGGHFLAQLVKMWSNYCTMVKCVSGFFSYLDRCFIEQRKLPSLEDTAATSFFAPVFNFFSNEITDALLTSIRQEREGS
KVDMDLLRGIMRGICRSEVKTAMQNTVIEDTYSYYSRKSSDWIVLYPLPDYLAKVQDTMEKEIERLMHYLCITERDSTEL
CLKVVSAPLMQTYDNYAREKNIGGELLIQTYKTVEDDLLARCSRLTIDSGSDNSSASYMG*                   
>Bdis_3g15900                                                                   
MSSKKRPARIEPFRHRVETDPKFFDKSWKKLHDAIREIYNHNASGLSFEELYRTAYNMVLYKHGPKLYENLIETMTGHLQ
EMRRSIEAAQGGLFLEELQRKWDDHNKALQMIRDVLMYMDRTYIPTHKKTAVFDLGLELWRDNIVRSSNIRVRLLNTLLD
LIHSERMGEVINRSLMRSTTKMLMDLGSSVYQDDFERPFLKVSASFYSGESQQFIESCACGEYLKKAQKRLDEEAERVAQ
YLDAKTDEKITAVVVKEALTNHMQRLFLMEDSGLVNMLVEDKYEDLTMMYNLFQRVPDGHSTIKSVMTSHVKESGRSLVT
DPERLKDPVDFVQRLLNEKDKYDNIISISFGNDKSFQNALTSSFEYFINLNNRSPEFISLYVDDKLRKGMKDANEEDVET
VLDKVMMLFRYLQEKDLFEKYYKQHLAKRLLSGRAASDDSERSMLVKLKTECGYQFTSKLEGMFTDLKTSQDTTQGFYGA
SSSDAGDAPLISVQILTTGSWPTQPCSTCNLPPEILSVSEKFRAYYLGTHNGRRLTWQTNMGTADIKVTFGNGSKHELNV
STYQMCVLMLFNSADCLTYNEIEQATAIPPVDLKRCLQSLALVKGKNVLRKEPMSRDISPNDNFYVNDKFTSKLFKVKIG
TVAVQKESEPEKMETRHRVEEDRKPQIEAAIVRIMKARRVLDHNSIVTEVTKQLQPRFLPNPVVIKKRIESLIEREFLER
DKTDRKMYRYLA*                                                                   
>Bdis_3g59330                                                                   
MSGGGPPRKRNFKIEAFKHRVELDPKYAERTWKVLEHAIHEIYNHNASGLSFEELYRSAYNMVLHKYGEKLYTGLQSTMT
WRLKEISKSIEAAQGGLFLEELNAKWMDHNKALQMIRDILMYMDRTYVPTSHKTPVHELGLNLWRDHIIHYDMIHDRLLH
TLLDIIHRERMGEVINRGLMRSITKMLMDLGPVVYQDDFEKPFLEVSASFYSGESQEFIECCDCGNYLKKAERRLNEEME
RVSHYLDAGSDAKITSVVEKEMIANHMHRLVHMENSGLVNMLVDDKYEDLGRMYTLFRRVPDGLSTIRDMMTSYLRETGK
QLVTDPERLKDPVEFVQCLLNEKDKHDKIIHVAFGNDKTFQNALNSSFEFFINLNNRSPEFISLYVDDKLRKGLKGATEE
DVEAILDKVMMLFRYLQEKDVFEKYYKQHLAKRLLSSKTVSDDAERSMIVKLKTECGYQFTSKLEGMFTDMKTSQDTMRD
FYAKKSEELGDGPTLDVHILTTGSWPTQPSPPCSLPPEILAVCEKFRAYYLGTHNGRRLTWQTNMGTADIKATFGKGQKH
ELNVSTYQMCILMLFNSADGLTYKDIEQGTEIPAVDLKRCLQSLACVKGKNVLRKEPMSKDISEDDTFYFNDKFTSKLVK
VKIGTVVAQKESEPEKQETRQRVEEDRKPQIEAAIVRIMKSRRVLDHNSIVAEVTKQLQARFLPNPVIIKKRIESLIERE
FLERDKADRKLYRYLA*                                                               
>Bdis_5g13780                                                                   
MHLDDADGALDSWARFCSLSGELVGGAGDLSVGPRLAPVVADLCARGLATLVRDYFLHNLEETFRNNAVKMFWQKFHPYC
NSSAVERIKFCVQESWPEDVLSIALEDICLEKSYQEKCVLVLVHVLQSYEEKTENKLKTVEFSSSLMPRYQLMVSSVLLT
TLPLSFPEILNIYFKKKLEELNTMMDGSDETDLACHELFGRSKVSAWDSKMDIDGQETVISESGNLVRNIGKVVRDLRCL
GFTSMTEDSYSSAIIWLLKSKVYELAGDDYRIPVLGRVKKWIQAVPLQFLHSLLAYLGDSVDYESGLSGLKSPLASRPSS
FPGIGVPSEALLRWHMRLEYFAYETLQDLRIGKLFEIIVDYPESSPAIEDLKQCLEYTGQHSKLVDSFISSLRYRLLTAG
ASTNDILHQYVSTIKALRSIDPTGVFLEAVGEPIRDYLRGRKDTIKCIVTMLTDGSGGNTNGSGNAGDNLLEELNRDAEN
QENADYDDHTNIDEKQAWLNSESWEPDPVEADPLKGSRNRRKIDILGLMVSIIGSKDQLVNEYRVMLAEKLLSKSDFDID
SDIRTLELLKIHFGESSMQKCEIMLNDLIDSKRTNSNIKTSLLRTFETVAGQEETEMSHDVLDATIISSNFWPPIQTEDL
AVPASVDQMLSDFAKRFHQIKTPRKLLWKKNLGMVKLELQFEDRNMQFTVVPVHAAIVMRFQEKPSWTSKTLATEIGIPV
DSLNRRIGFWTSKGVLTESVGPDADDHIFTVVDSMSDVNKNSIVNESCEAFQMTEDEGESSVASVEEQLKKEMTVYEKFI
IGMLTNFGNMTLDKIHNTLKMFCAEPSYDKSLQQLQSFLSGLVSDEKLEMRDGLYLLKK*                    
>Bdis_5g23640                                                                   
MFPAPAHATGQPPRRRQGLKIQPFRRRADVAPDFAVNSCLALSSAFRDCYAGNARDLDFETLYRCAYDVVLFGHGEMLYT
QVATTMASEAEKLAASLLADHAAQTDDGAFLPELLGKWKTHSTAVAMINDVVRYMDAVFVPKRGKVPVRELGHRAWRKAV
VGSDESTPVGATLRAALLEISRRERAGGAPVDAEICGLMAAAAKMLVDLGGGAYEETLEAPFLDEAARFYAVESVRLRLE
LGSCSSCGEYLGEVESMADAERARAARCGLDAAQMGEKAAAVVLWEMVEKDGVAMARLVGGLAAMLAEGRCSDMARMHRL
LGRVPGGVAAIRSAMEAHFREIRERAGDDERMLSGEKDRYREMIDGVFHGEVSFHAALDSCFG*                
>Bdis_5g23650                                                                   
MEQPEMEMEMEQPAAVSEVLGLDHLLDQILLRLDIPVFLVLASQVNKSWRRRATDRDFLVRFRDRLASRPRPRPLGFYVS
FVDALGLQHSAQDRTKFVPMSQHPKLADVMNDAFFGNFGDNLDPDEKPVVMDCRNGRVLLNQSRRDAGPYVVLGPLDPAP
APALLPPLPPHPLRNKMFWFLGDYRRDGTLCVYVGIPTQLHQPKDMVRLALLQGDNWVSNVSYVTGLSATLGFPFDQLLV
GDNLYMLSSNGYIVRLDLVSMRFRVIQLPDWWTDLDADKQILSRAYNDFGINFIEIKGLHLHVWVCKSDGGNAGTWMLEA
DISLPAAFGDLANLIADEDGDVVDEPDDGRYELLRLLSAGDNADFVFMVDGGTHFQHIFYLDIRTRNVEEIVIFQVGIVI
FLPGTTSFSSGTVCNSAKHRVEADPKFKSWKNLDDAIREIHNHNASGLSFEELYRTAYNMVLHKHGPKLYEKLIENLKGH
LRERCRLVEAAQGGLFLEELQRRWADHNKALQMIRDILMYMDRTFIPTSKKTPIFELGLELWRDIVIRSPKIHARLFDTL
LEHIHRERMVEMINRGLMRNTTKMLMELGSSVYQADFERPFLEVSASFYSCESQQFIECCDCGEYLKKAERRLAEESERV



SQYMDAKTADKIANVVDKEMLSNHMQRLIHMEHSGLVNMLIDDRHEDLTRMYDLFKSVPDWHSTIRSIMASHVKETGKTL
VTDLERLKDPVDFVQRLINAKDKYDEIVSVSFSNDKVFQNALNSSFENFINLNNRSPEFISLYVDDKLRKGVKGANEEDI
EAVLDKLMMLFKYLQEKDVFEKYYKQHLAKRLLSGKTTSDEAERSMLVKLKTECGYQFTSKLEGMFTDLKTSQDTMQSFY
ANLSADIDAPTISVQILTTGSWPTQPCATCNLPPEILGQTNMGDADIKATFGGRRHELNVSTYQMCVLMLFNSVDSLTYN
EIQQATAIPHVDLKRCLQSLACVKGKNVLRKEPMSKDISESDTFHFNDKFTSKLVKVKIGTVVAQKETEPEKMETRHRVE
EDRKPQIEAAIVRVMKSRRVLDHNSVVTEVTKQLQARFLPNPVVIKKRIESLIEREFLERDKSDRKLCRYLA*       
>Sbic_01g005920                                                                 
MSQPHAAAAASKRPFSSTTTSPSPTSSPATPLMKKAKHPAASSSSAGTVEKNGIQLDTAVAAAAATGGGRTNGEEDAEMV
LADQDELPAPSAPASAGVAANLFRKKATLPQPSTSARKPLRIKIGQPKLPKNFEEDTWAILKDAITAIFLKQKLSCDVEK
LYQAAGDLCLHKLGANLYERIKKECEIHIAEKISALVGQSPDLVVFLSLVQRTWQDFCDQMLIIRGIALLLDVKYVKNVA
NICSVWDMGLQLFRKHLSLSPEIEHKTVTGLLRLIESERLGEAIDRTLLSHLLKMLTALGMYSESFEKPFLECTSEFYAT
EGVKYMQQSDIPDYLKHVESRLQEEHERCILYLEANTRKPLIATTEKQLLERHTSAIIEKGFSMLMDANRINDLSRMYDL
FQRVNAVELLKLALSSYIRATGQGIIMDEEKDRELVPFLLDFKASLDKILEESFAKNEAFSNTIKDSFEHLINLRQNRPA
ELIAKFLDEKLRAGNKGTSEEELEGILDRVLVLFRFIQGKDVFEAFYKKDLAKRLLLGKSASIDAEKSMITKLKTECGSQ
FTNKLEGMFKDIELSKEINDSFRQSSQARTKLPSGIEMSVHVLTTGYWPTYPPMDVKLPHELNVYQDIFKEFYLSKYSGR
RLMWQNSLGHCVLKADFPKGKKELAVSLFQSVVLMLFNDAQKLSFLDIKDSTGIEDKELRRTLQSLACGKVRVLQKIPKG
RDVEDKDEFVFNEDFSAPLYRIKVNAIQMKETVEENTSTTERVFQDRQYQVDAAIVRIMKTRKVLSHTLLITELYQQLKF
PVKPADIKKRIESLIDREYLERDRSNPQIYNYLA*                                             
>Sbic_02g013030                                                                 
MEQGDKKIVGLEEGWSFVATGLSKIRRAIDCGGEGLSSGEYMQVFTTVYCMCTQASPHNYSEQLYQRYKEDLDDYIKSNV
LTFLRELRGETLLRELVERWRNHNLIVRSETNIFRYLNRYYISKRSLPSIQQVSSSSFHDLVFNELKSSVTRTVLGMIDD
EREHKLIDRDLLKNVLAIYVEIGSGSLRIYRVDFEQAFLESTKNYYSRKFQSWNLDYSDDHDYKIKVVKSELITKNTA* 
>Sbic_03g015000                                                                 
MATHERKTIDLEQGWEFMQKGITKLKNILEGKPEPQFSSEDYMMLYTTIYNMCTQKPPHDYSQQLYEKYRESFEEYITSM
VLPSLREKHDEFMLRELVKRWSNHKVMVRWLSRFFHYLDRYFISRRSLPPLREVGLSCFRDLVYQEIKGKVKSAVISLID
REREGEQIDRALLKNVLDIFVEIGLGTMECYENDFEDFLLKDTADYYSIKAQSWILEDSCPDYMLKAEECLKREKERVSH
YLHSSSEQKLLEKVQHELLTQYASQLLEKEHSGCHALLRDDKVEDLSRMYRLFSRITRGLEPVSQIFKQHVTNEGTALVK
QAEDAASNKKPEKKDMVGLQEQIFVRKIIELHDKYVAYVTECFQGHTLFHKALKEAFEVFCNKGVSGSSSAELLATFCDN
ILKKGGSEKLSDEAIEDTLEKVVRLLAYISDKDLFAEFYRKKLARRLLFDKSANDEHERSILTKLKQQCGGQFTSKMEGM
VTDLTVARDHQTKFEEFISSHPELNPGIDLAVTVLTTGFWPSYKSFDINLPSEMVKCVEVFKEFYQTRTKHRKLTLIYSL
GTCNISAKFEAKTIELIVTTYQAALLLLFNGADRLSYSEIVTQLNLSDDDVVRLLHSLSCAKYDILNKEPNNRSIAPNDV
FEYNSKFTNKMRRIKIPLPPVDEKKKVVEDVDKDRRYAIDASIVRIMKSRKVLGHQQLVMECVEQLGRMFKPDFKAIKKR
IEDLITRDYLERDKDNPNVYRYLA*                                                       
>Sbic_03g015010                                                                 
MAHSREPILLDEGWAHMRAGFEKLKLILAGEPGVAFVSVEYMHLYTTIYNMCTQKPPNDYSGLLYQRYQEVLNDYITATD
KHGEFLLKELVFRWKNHKLMVRWLSRFFYYLDRYFISRRSLVPLKNVGWDSFKTLVFDNHKATVTSILIAMVDEDREGQI
IDRTLVKNVLDIYIEIDSDSGSKLYNEDFEDAFLKATVDYYSKKAQAWIVEDTCPEYMVKAEECLQKEKQRVAQYLHANT
EPRLMEDVQEELLTSHMEQILRKQNSGCKVLLCDEKVEDLSRMFSLFSRINGGLTPVSKIFQEHVNEVGMSLLKQAIDAA
TSKKNEKKDVVSTLELEFFLLVLIGSLLQDYVRKILDLHDKYKAYVINCFQNHTLFHKALKEAFEVVCNKTVAGCSSAEL
FAAYCDSILKKGGCEKLSDEAIEENLDKAWKKLGRRLIFDRSGNSDQERSLLSKLKQYFGAQFTSKMEGMINDVTVAKDK
HTDLENYIRENPELNPRVDLSVQVLTTGYWPTYKSTDINLPSEMVKCVEVFSKFYHSNTDRKRKLNWIYSLGNCTVVGNF
KAQKIDLIVTTYQAALLLLFNESERLSFSEIVTQLNLSEDDTVRLLHSLSCAKYKILNKEPNSRTISPKDVFEFNHRFTD
KMRRIKVPLPPSDEKKKVIEDVNKDRRFAIDAALVRIMKSRKIMTHQNLVAECVQQLSRMFKPDIKMIKRRIEDLITRDY
LERDRDAPNSYRYVA*                                                                
>Sbic_03g045160                                                                 
MNSHLSFEEGWKVLEQGILKCSKILECTSIRPTVNEYMNYYDCAYKMAVQKQHYCQEMYNGFRMTLAECVRTMVLPHLMH
KQNDSFFRELVKMWSNYCIMIRCVTGFFNYLDRCFVEQYKLPSLSDAAATAFFGPVFSYFNDEARTALLTLVEESMETET
KRLAYYLEISSGDSYPLCLQAVNAPLMETYVNYVTEQQISGQLMLETYKTVEEELLGRCRSLTLG*              
>Sbic_04g027970                                                                 
MSGGGPPRKRNFKIEAFKNRVELDPKYAERTWKVLEHAIHEIYNHNASGLSFEELYRSAYNMVLHKYGEKLYDGLQNTMT
WRLKEISKSIEAAQGGLFLEELNAKWMDHNKALQMIRDILMYMDRTYVPTSHRTPVHELGLNLWRDHIIHSPMIHSRLVN
TLLDLIKGERMGEVINRGLMRSITKMLMDLGPAVYQDDFEKPFLDVSASFYSVESQEFIECCDCGNYLKKAERRLNEEME
RVSHYLDAGSEAKITSVVEKEMIANHMHRLVHMENSGLVNMLVDDRYEDLGRMYSLFRRVPDGLSTIRDVMTYYLRETGK
QLVTDPESLKDPVEFVQRLLNEKDKHDKIISVAFGNDKTFQNALNSSFEYFINLNNRSPEFISLYVDDKLRKGLKGATEE
DVEVILDKVMMLFRYLQEKDVFEKYYKQHLAKRLLSGKTVSDDAERSMIVKLKTECGYQFTSKLEGMFTDMKTSQDTMQD
FYAKKSEELGDGPTLDVHILTTGSWPTQPSPPCNLPTEILTVCEKFRAYYLGTHNGRRLTWQTNMGTADIKATFGKGQKH
ELNVSTYQMCVLMLFNNADGLTYKDIERDTEIPASDLKRCLQSLACVKGKNVLRKEPMSKDISEDDTFYFNDKFTSKLVK
VKIGTVVAQKESEPEKQETRQRVEEDRKPQIEAAIVRIMKSRRVLDHNSIVAEVTKQLQARFLPNPVVIKKRIESLIERE
FLERDKVDRKLYRYLA*                                                               
>Sbic_07g004560                                                                 
MNGGGGGQKKRGTRIEPFRHRVETDPKFFDKSWRKLHDAIREIYNHNASGLSFEELYRTAYNMVLNKFAPQLYEKLTENM
KEHLEDMRTCIDAAQGGLFLEELQRKWNDHNKALTMIRDILMYMDRTYIPTNKKTPVFDHGLELWRDTIVRSPTIQRRLS



DTLLELIHSERTGDVINRGLMRTTTKMLMDLGLSVYQDDFERPFLEVSASFYSGESQQFIECCACGEYLKQAERRLSEES
ERVSQYLDVKTHEKITAVVVNEMLANHMQRLILMENSGLVNMLVEDRYEDLTRMYTLFNHVPDGLTTIRSVMASHIKDTG
KSLVTDPERLKDPVDFVQRLLNMKDKYDNIINVSFSNDKSFLNALNSSFEHFINLNNRSPEFISLFVDDKLRKGVKEANE
EDLETVLDKVMMLFRYLQEKDLFEKYYKQHLAKRLLSGKNASDDSERSMLVKLKTECGYQFTSKLEGMFNDLKTSEDTTQ
GFYASTSSELLADAPTISVQILTTGSWPTQTCNTCNLPPEIVPISEKFRAYYLGTHNGRRLTWQTNMGHADIKATFGNGS
KHELNVSTYQMCVLMLFNSSDVLTYREIEQSTAIPATDLKRCLQSLALVKGKQVLRKEPMSRDIADDDSFFVNDKFTSKL
FKVKIGTVAAQKETDPEKLETRQRVEEDRKPQIEAAIVRIMKSRRVLDHNSIMMEVTKQLQPRFMPNPVVIKKRIESLIE
REFLERDKTDRKMYRYLA*                                                             
>Sbic_09g003820                                                                 
MAGQERRTIDLEEGWAFMQKGITKLKNILEGKPEPQFSSEDYMMLYTTIYNMCTQKPPHDYSQQLYDKYRESFEEYITSM
VLPSLREKHDEFMLRELVQRWSNHKVMVRWLSRFFHYLDRYFISRRSLTPLKEVGLTCFRELIYQEIKGQVKDAVIALID
KEREGEQIDRALLKNVLDIFVEIGLGQMECYENDFEDFLLKDTTEYYSVKAQSWILEDSCPDYMIKAEECLKREKERVGH
YLHISSEQKLLEKVQNELLAQYATPLLEKEHSGCSALLRDDKVEDLSRMYRLFSKITRGLEPISNMFKTHVTNEGTALVK
QAEDSASNKKPEKKDMVGMQEQVFVWKIIELHDKYVAYVTECFQGHTLFHKALKEAFEVFCNKGVSGSSSAELLATFCDN
ILKKGCSEKLSDEAIEDALEKVVRLLAYISDKDLFAEFYRKKLARRLLFDKSANDEHERSILTKLKQQCGGQFTSKMEGM
VTDLTVARDHQTKFEEFVAGHPELNPGIDLAVTVLTTGFWPSYKTFDINLPAEMVKCVEVFKEFYQTRTKHRKLTWIYSL
GTCNINAKFDAKPIELIVTTYQAALLLLFNGSDRLSYSEIVTQLNLSDDDVVRLLHSLSCAKYKILTKEPANRSISPNDV
FEFNSKFTDRMRRIKIPLPPVDEKKKVVEDVDKDRRYAIDASIVRIMKSRKVMGHQQLVAECVEQLSRMFKPDFKAIKKR
IEDLITRDYLERDKDNANMYKYLA*                                                       
>Sbic_10g029080                                                                 
MEREDADGALDSWAQFCSLSNELLAGDGDLTVGPRLAPVVADLCTRGLATLVRDYFLYSLEETFRNNAVKKFWQHFHPYC
SASAVDRIKFCVKENWPEEILSKALEDICLEKGYQEKCVLVLVQAFQSYEDRAPQKKFKAVDCISSLMARYQLMVSSVLL
TTLPLSFPDVLNIYFKKKLEELNTIMAGSYESDQLVDIEPFQSNTSDWHSGMDIDGSEVSESSSLVKNIGKVVRDLRCIG
FTSMTEDAYSSAIIWLLKSKVYELAGDDYRVPVLGCVKKWIQAVPLQFLHALLTYLGDSVDYDSGSSSLKSPLASRPSSF
PGIGVPSEALVRWHMRLEYFAYETLQDLRIGKLFEIIVDYPESSPAIEDLKLCLEYTGQHSKLVDSFISSLKYRLLTAGA
STNDILHQYVSTIKALRTIDPTGVFLEAVGEPIRDYLRGRKDTIKCIVTMLTDGSGGSASGTGNAGDNLLEELNRDAENQ
ENADYDDHANIDEKQAWLNSESWEPDPVEADPLKGSRNRRKVDILGLMVSIIGSKDQLVNEYRVMLAEKLLNKSDFEIDS
DIRTLELLKIHFGESSMQKCEIMLNDLIDSKRTNSNIKTSLLKTSQTVPGQEEAEVSHDVLDATIISSNFWPPIQTEDLV
VPASVDQLLSDYAKRFHQIKTPRKLLWKKNLGTVKLELQFEGRSMQFTVAPVHAAIIMRFQEKFSWTSKTLATEIGIPVD
SLNRRISFWTSKGVLTESAGPYADDRTFTVVDSMSDVNKNSIVNERLTEYQMTEEEGESSVASVEEQLKKEMTVYEVWLK
RKKY*                                                                           
>Osat_LOC_Os01g27150                                                            
MATHERKTIDLEQGWEFMQKGITKLKNILEGKPEPQFSSEDYMMLYTTIYNMCTQKPPHDYSQQLYEKYRESFEEYITSM
VLPSLREKHDEFMLRELVKRWSNHKVMVRWLSRFFHYLDRYFISRRSLPQLSEVGLSCFRDLVYQEIKGKVKSAVISLID
QEREGEQIDRALLKNVLDIFVEIGLTSMDYYENDFEDFLLKDTADYYSIKAQTWILEDSCPDYMLKAEECLKREKERVAH
YLHSSSEQKLLEKVQHELLTQYASQLLEKEHSGCHALLRDDKVDDLSRMYRLFSRITRGLEPVSQIFKQHVTNEGTALVK
QAEDAASNKKPEKKEIVGLQEQVFVRKIIELHDKYVAYVTDCFQGHTLFHKALKEAFEVFCNKGVSGSSSAELLATFCDN
ILKKGGSEKLSDEAIEDTLEKVVRLLAYISDKDLFAEFYRKKLARRLLFDKSANDEHERSILTKLKQQCGGQFTSKMEGM
VTDLTVARDHQAKFEEFISTHSELNPGIALAVTVLTTGFWPSYKSFDINLPAEMVKCVEVFKEFYQTRTKHRKLTWIYSL
GTCNINAKFEAKTIELIVTTYQAALLLLFNGVDRLSYSEIVTQLNLSDDDVVRLLHSLSCAKYKILSKEPNNRSISPNDV
FEFNSKFTDKLRRLKIPLPPVDEKKKVVEDVDKDRRYAIDASIVRIMKSRKVLGHQQLVMECVEQLGRMFKPDFKAIKKR
IEDLITRDYLERDKDNPNVYRYLA*MATHERKTIDLEQGWEFMQKGITKLKNILEGKPEPQFSSEDYMMLYTTIYNMCTQ
KPPHDYSQQLYEKYRESFEEYITSMVLPSLREKHDEFMLRELVKRWSNHKVMVRWLSRFFHYLDRYFISRRSLPQLSEVG
LSCFRDLVYQEIKGKVKSAVISLIDQEREGEQIDRALLKNVLDIFVEIGLTSMDYYENDFEDFLLKDTADYYSIKAQTWI
LEDSCPDYMLKAEECLKREKERVAHYLHSSSEQKLLEKVQHELLTQYASQLLEKEHSGCHALLRDDKVDDLSRMYRLFSR
ITRGLEPVSQIFKQHVTNEGTALVKQAEDAASNKKVFVRKIIELHDKYVAYVTDCFQGHTLFHKALKEAFEVFCNKGVSG
SSSAELLATFCDNILKKGGSEKLSDEAIEDTLEKVVRLLAYISDKDLFAEFYRKKLARRLLFDKSANDEHERSILTKLKQ
QCGGQFTSKMEGMVTDLTVARDHQAKFEEFISTHSELNPGIALAVTVLTTGFWPSYKSFDINLPAEMVKCVEVFKEFYQT
RTKHRKLTWIYSLGTCNINAKFEAKTIELIVTTYQAALLLLFNGVDRLSYSEIVTQLNLSDDDVVRLLHSLSCAKYKILS
KEPNNRSISPNDVFEFNSKFTDKLRRLKIPLPPVDEKKKVVEDVDKDRRYAIDASIVRIMKSRKVLGHQQLVMECVEQLG
RMFKPDFKAIKKRIEDLITRDYLERDKDNPNVYRYLA*                                          
>Osat_LOC_Os01g27160                                                            
MNMSPRIPVVDLEDGWRDVLAGVAKLKCILDGSNVVHFVPDEYMHLYTTVYNMCTQKPPNDYSQVLYDRYKQALDDHIES
VVLPSLNEKHGVFLLREIVQRWEKHKLMVRWLRRFFDYLDRYYVTRRSLDSLKDLGWSSFRDLVFDKLKSTVATIMIGMI
DDEREGNLIDRPLLKNALDIYVEIGDSQLNYYSDDFEQSFLNGTTDYYSKKAQTWILENSCPEYMLKAEECLQKEKDRVA
NYLHSTTEPKLFAAALFELIDRRAEEILNKENSGCKVLLCDEKTEDLARMFRLFSRITDGLLPVSKIFKEHVIAEGMSLL
KHATDAANSRKDEKKGVVVGLPEQDFVRSVIELHDKYMAYVTNCFQSNSVFHKALKEAFEVICNKDVVGCSSAELFAAYC
DSILKRGGSEKLSDEAIDESLEKVVKLLTYLSDKDLFVEFHRKKLGRRLLFDKNTNDEHERILLSKLKQFFGGQFTSKME
GMLKDITLAKEHQSSFEEYVSNNPESNPLIDLNVTVLTTGYWPTYKNSDINLPLEMVKCVEVFKEYYRSDKQHRKLTWIF
SLGNCVVIGNFDAKPVEFVLNTYQAALLLLFNEADKLSYSDIVSQLKLSDDDAVRLLHSLSCAKYKILNKEPSNRVISPE
DEFEFNSKFTDRMRRIKVPLPQIDEKKKVVDDVNKDRRFAIDASLVRIMKSRKVLGHQQLVAECVEQLSRMFKPDIKIIK
RRIEDLISREYLERDSENAQTYKYLA*                                                     



>Osat_LOC_Os01g50980                                                            
MDIEDGWRRLAAGFQKLLRILDGEERLSFSGAEYSELLQYGTLFFSTSFCFFLFSLGFNLTHIDMGRLPRRRITYKLCYE
SPAGHAAEMYDRWDKTIRHHIVYQVLPSLQDMQGEPLLKNFVHHWENHKVLMKWLKSVCMYLRLAFTNQRSLPPIMDIAL
NLFKNVVIKSIQEEEERIQNYLKPWTEARLSKTVLLELVSRQAEWLLDDDKSGFRGILAAENDLLDDGKSFLQDFWWFIV
MAIAFQQHIRDILQQAVGAAHMEKGKEPSNSIVEVFVLRIMKVLQKYEAHVINNFDNHILFRKALDENFRMICNRNIADF
SDGEFFIIFLERLIEQRTCGKLDDDSVEDTLAKVVKLLPYLHSKDYLVELYRNRLLGRLSIGCNIEVETSFITKLKLVLD
VSILEDMLEDYSISKELQKFFKDYMSMNPESNTLVDMDTMVLKQGHFPSQQKQHLSLPPDMLNCAEAFEKFYQEFHGQAT
GNRRGRTLTWIYSLGNCNIVGNFEGKSVEMIVSPMQAALLLLFNEDDRLSYNDIVAKLEIMDNDAKVMLYSLSCGKYSIL
KKEPSNKTIAPDDIFEFNNNFSVKTGKIKVPLHHVDRGDFRASETMEDVRRYRKQNVDCAIVRIMKDRKTLDHEKLVEEC
KKLCDPYFKVDDDLIQMRIDHLVAENYLARKEGCTYEYLP*                                       
>Osat_LOC_Os01g70920                                                            
MNEHLRFEDGWKILEQGIVKCSKLLEDCPGGRPTVNEYMNYYDCAYRMAVQKDQYCQEMYNSYKATHESCVCAMVLPHLM
HKQGDLFWRELVKMWSNYCAMIRFTTGFLAYLDRCFVTHKKLPSLEDAAATSFFSPVFSYFNNEISDVLLTLIRQERDGC
NVDMDLLMGIMRGICRSEVKTKLKSAVIQDTYLYYSRKSYEWIVQYPLQDYLAKVQETVQKEMKRLIHYLCISEEEGSGL
CLKAVSAPLMQAYENYTKEKHIGGQVLLQTYKQTVEDDLLDRCSRLTIDNGLDNNSFSHME*MNEHLRFEDGWKILEQGI
VKCSKLLEDCPGGRPTVNEYMNYYDCAYRMAVQKDQYCQEMYNSYKATHESCVCAMVLPHLMHKQGDLFWRELVKMWSNY
CAMIRFTTGFLAYLDRCFVTHKKLPSLEDAAATSFFSPVFSYFNNEISDVLLTLIRQERDGCNVDMDLLMGIMRGICRSE
VKTKLKSAVIQDTYLYYSRKSYEWIVQYPLQDYLAKVQETVQKEMKRLIHYLCISEEEGSGLCLKAVSAPLMQAYENYTK
EKHIGGQVLLQTYKTVEDDLLDRCSRLTIDNGLDNNSFSHME*MNEHLRFEDGWKILEQGIVKCSKLLEDCPGGRPTVNE
YMNYYDCAYRMAVQKDQYCQEMYNSYKATHESCVCAMVFSYFNNEISDVLLTLIRQERDGCNVDMDLLMGIMRGICRSEV
KTKLKSAVIQDTYLYYSRKSYEWIVQYPLQDYLAKVQETVQKEMKRLIHYLCISEEEGSGLCLKAVSAPLMQAYENYTKE
KHIGGQVLLQTYKTVEDDLLDRCSRLTIDNGLDNNSFSHME*MNEHLRFEDGWKILEQGIVKCSKLLEDCPGGRPTVNEY
MNYYDCAYRMAVQKDQYCQEMYNSYKATHESCVCAMVLQY*                                       
>Osat_LOC_Os02g51180                                                            
MSGGGPPKKRNFKIELFKHRVELDPKYAERTWKVLEHAIHEIYNHNASGLSFEELYRSAYNMVLHKYGEKLYDGLERTMT
WRLKEISKSIEAAQGGLFLEELNAKWMDHNKALQMIRDILMYMDRTYVPQSRRTPVHELGLNLWRDHIIHSPMIHSRLLD
TLLDLIHRERMGEMINRGLMRSITKMLMDLGAAVYQDDFEKPFLDVTASFYSGESQEFIECCDCGNYLKKSERRLNEEME
RVSHYLDSGTEAKITSVVEKEMIANHMHRLVHMENSGLVNMLVDDKYDDLARMYNLFRRVFDGLSTIRDVMTSYLRETGK
QLVTDPERLKDPVEFVQRLLNEKDKHDKIINVAFGNDKTFQNALNSSFEYFINLNNRSPEFISLYVDDKLRKGLKGATEE
DVEVILDKVMMLFRYLQEKDVFEKYYKQHLAKRLLSGKTVSDDAERSMIVKLKTECGYQFTSKLEGMFTDMKTSQDTMID
FYAKKSEELGDGPTLDVHILTTGSWPTQPCPPCNLPTEILAICDKFRTYYLGTHSGRRLTWQTNMGTADIKATFGKGQKH
ELNVSTYQMCVLMLFNSTDGLTYKDIEQDTAIPASDLKRCLQSLACVKGKNVLRKEPMSKDISEDDTFYFNDKFTSKLVK
VKIGTVVAQKESEPEKQETRQRVEEDRKPQIEAAIVRIMKSRRVLDHNSIVAEVTKQLQARFMPNPVVIKKRIESLIERE
FLERDKADRKLYRYLA*                                                               
>Osat_LOC_Os03g57290                                                            
MSHPHATAPKRPGHFSSSSAAASSPTSPAQPHMKKAKFPGSSSSSSSAAAPGVTEKNGLHVDPTAAAARTGGRTNGEEDA
EMVLADQEELAAPSASAPAGVAANLFRKKATLPQPSAARKPLRIKIGQPKLPTNFEEDTWAILKDAITAIFLKQKLSCDV
EKLYQAAGDLCLHKLGANLYERIKKECEVHISAKISALVGQSPDLVVFLSLVQRTWQDFCDQMLIIRGIALLLDVKYVKN
VANICSVWDMGLKLFRKHLSLSPEIEHKTVTGLLRLIESERLGEAIDRTLLSHLLKMFTALGMYSESFEKPFLECTSEFY
ATEGVKYLQQSDIPDYLKHVETRLQEEHERCILYLEANTRKPLITATEKQLLQRHTSAILEKGFTMLMEANRVKDLSRMY
TLFQRVDAIELLKQALSSYIRGTGQGIIMDEEKDKELVPFLLEFKASLDRILEESFAKNEAFSNTIKESFEHLINLRQNR
PAELIAKFLDEKLRAGNKGTSEEELEGILDKVLVLFRFIQGKDVFEAFYKKDLAKRLLLGKSASIDAEKSMITKLKTECG
SQFTNKLEGMFKDIELSKEINESFKQSSQARTKLPSGIEMSVHVLTTGYWPTYPPMDVKLPHELNVYQDIFKEFYLSKYS
GRRLMWQNSLGHCVLKAEFPKGKKELAVSLFQSVVLMLFNDAQKLSFLDIKESTGIEDKELRRTLQSLACGKVRVLQKMP
KGRDVEDKDEFVFNEEFSAPLYRIKVNAIQMKETVEENTSTTERVFQDRQYQVDAAIVRIMKTRKTLSHTLLITELFQQL
KFPIKPSDIKKRIESLIDREYLERDRSNPQIYNYLA*                                           
>Osat_LOC_Os04g40830                                                            
MQLVDDADGALDSWARFCDLSDELFGGAGDLSAGPRLAPVVADLCARGLAELLRDQFIRSLEGIFRSNAVKKFWQQFHPY
CNSSAVERIKFCVQENWPEDILSKALEDICLEKNYQEKCVLALVHSLQSYEDRSPHRKSKALDCSSSLMPRYQLMVSSVL
LTTLPLSFPEILNVYFKKKLEELNIMMAGLDGSDPFDNHDLFERNSTSAWHSEMDIDGQEPGISESRNLVKNIGKVVRDL
RYLGFTSMTEDSYSSAIIWLLKSKVHELAGDDYRIPVLGCVKKWIQAVPLKFLHAQLTYLGDSLDNESGSSGLKSPLASR
PSSFPGIGVPSEALVRWHMRLEYFAYETLQDLRIGKLFEIIVDYPESSPAIEDLKQCLEYTGQHSKLVDSFISSLRYRLL
TAGASTNDILHQYVSTIKALRTIDPTGVFLEAVGEPIRDYLRGRKDTIKCIVTMLTDGSGGNANGTGNAGDNLLEELNRD
AENQENVDYDDHTNIDEKQAWLNAESWEPDPVEADPLKGSRNRRKIDILGLIVSIIGSKDQLVNEYRVMLAEKLLNKSDF
DIDSDIRTLELLKIHFGESSMQKCEIMLNDLIDSKRTNSNIKTSLSKTSQTVGTVQEETELSHEVLDATIISSNFWPPIQ
TEDLTVPASVDQLLSDYAKRFHQIKTPRKLLWKKNLGTVKLELQFEDRSMQFTVAPVHAAIIMQFQEKPSWTSKTLATAI
GVPVDSLNRKISFWTSKGVLTESVGPDADDPTFTVVDSTSDFNKNSTVNQLSERFQITEEEGESSIASVEEQLRKEMTVY
EKFIIGMLTNFGSMTLDRIHNTLKMFCIAEPSYDKSLQQLQSFLSGLVSDEKLEMRDGSYLLRK*               
>Osat_LOC_Os04g55000                                                            
MEKLNFEQLYRRVYEVVLNKHGELMYSEVATALTAEVEGLRTSLVAVADGGGGGGAFLRELLSKWRRHTEAVAAVRDMVM
YMERTFIVTYRKVSVQELGVKLWRDGVVCSGDVMPRLVEAVRRERAAAAEPGELMAGVAEMLTKLRDKVLSQVMDASSVD
DYSSASLEKSVSEYQ*                                                                



>Osat_LOC_Os04g55030                                                            
MNSQKKRSPKIEPFRHRVDADPKSFDKSWKKLEDAIREIYNHNASGLSFEELYRTAYNLVLHKHGLKLYDKLTENLKGHL
KEMCRSIEDAQGSLFLEELQRRWADHNKALQMIRDILMYMDRTFIATNKKTPVFDLGLELWRDIVVRTPKIHGRLLDTLL
ELIHRERMGEMINRGLMRSTTKMLMDLGSSVYHDDFEKPFLEVSASFYSGESQQFIECCDCGEYLKKAERRLAEELERVS
QYMDAKTADKITSVVDTEMLANHMQRLILMENSGLVNMLVDDKHEDLSRMYNLFKRVPDGHSTIRSVMASHVKESGKALV
SDPEKIKDPVEFVQRLLNEKDKYDEIISISFSNDKAFQNALNSSFENFINLNNRSPEFISLFVDDKLRKGVKGANEEDVE
TVLDKVMMLFRYLQEKDVFEKYYKQHLAKRLLSGKTTSDEAERSMLVKLKTECGYQFTSKLEGMFNDLKTSHDTMQSFYA
NLSGDTDSPTISVQILTTGSWPTQPCTPCKLPPEIVDISEKFRAFYLGTHNGRRLTWQTNMGNADIKATFGGRRHELNVS
TYQMCVLMLFNSADGLTYGDIEQATGIPHADLKRCLQSLACVKGKNVLRKEPMSKDISEDDTFYYNDKFTSKLVKVKIGT
VVAQKETEPEKLETRQRVEEDRKPQIEAAIVRIMKSRRVLDHNSIITEVTKQLQSRFLPNPVVIKKRIESLIEREFLERD
KVDRKMYRYLA*                                                                    
>Osat_LOC_Os05g05700                                                            
MAGQERRTIDLEEGWAFMQKGITKLKNILEGKPEPQFSSEDYMMLYTTIYNMCTQKPPHDYSQQLYDKYRESFEEYITSM
VLPSLRDKHDEFMLRELVKRWSNHKIMVRWLSRFFFYLDRYFISRRSLIPLEQVGLTCFRDLIYQEIKGQVKGAVIALID
KEREGEQIDRALLKNVLGIFVEIGLGSMECYENDFEDFLLKDTTDYYSLKAQSWILEDSCPDYMIKAEECLKKEKERVGH
YLHISSEQKLLEKVQNELLAQYATPLLEKEHSGCFALLRDDKEEDLSRMYRLFSKINRGLEPIANMFKTHVTNEGTALVK
QAEDSASNKKPEKKDMVGMQEQVFVWKIIELHDKYVAYVTECFQGHTLFHKALKEAFEVFCNKGVSGSSSAELLATFCDN
ILKKGCSEKLSDEAIEDALEKVVRLLAYISDKDLFAEFYRKKLARRLLFDKSANDEHERSILTKLKQQCGGQFTSKMEGM
VTDLTVARDHQTKFEEFVAAHQELNPGIDLAVTVLTTGFWPSYKTFDINLPAEMVKCVEVFKEFYQTRTKHRKLTWIYSL
GTCNINAKFEAKTIELIVTTYQAALLLLFNGSDRLTYSEIVTQLNLSDDDVVRLLHSLSCAKYKILNKEPANRSISPNDV
FEFNSKFTDRMRRIKIPLPPVDEKKKVVEDVDKDRRYAIDASIVRIMKSRKVMGHQQLVAECVEQLSRMFKPDFKAIKKR
IEDLITRDYLEREKDNANVYRYLA*MGVHAEGHHQAEEHPRGQARATVQLRGLHDALHVRPPPPPPPPPGTIYNMCTQKP
PHDYSQQLYDKYRESFEEYITSMVLPSLRDKHDEFMLRELVKRWSNHKIMVRWLSRFFFYLDRYFISRRSLIPLEQVGLT
CFRDLIYQEIKGQVKGAVIALIDKEREGEQIDRALLKNVLGIFVEIGLGSMECYENDFEDFLLKDTTDYYSLKAQSWILE
DSCPDYMIKAEECLKKEKERVGHYLHISSEQKLLEKVQNELLAQYATPLLEKEHSGCFALLRDDKEEDLSRMYRLFSKIN
RGLEPIANMFKTHVTNEGTALVKQAEDSASNKKPEKKDMVGMQEQVFVWKIIELHDKYVAYVTECFQGHTLFHKALKEAF
EVFCNKGVSGSSSAELLATFCDNILKKGCSEKLSDEAIEDALEKVVRLLAYISDKDLFAEFYRKKLARRLLFDKSANDEH
ERSILTKLKQQCGGQFTSKMEGMVTDLTVARDHQTKFEEFVAAHQELNPGIDLAVTVLTTGFWPSYKTFDINLPAEMVKC
VEVFKEFYQTRTKHRKLTWIYSLGTCNINAKFEAKTIELIVTTYQAALLLLFNGSDRLTYSEIVTQLNLSDDDVVRLLHS
LSCAKYKILNKEPANRSISPNDVFEFNSKFTDRMRRIKIPLPPVDEKKKVVEDVDKDRRYAIDASIVRIMKSRKVMGHQQ
LVAECVEQLSRMFKPDFKAIKKRIEDLITRDYLEREKDNANVYRYLA*                                
>Osat_LOC_Os05g10580                                                            
MSTGQVHRGREGAAVESHGEDLLSVLPDEILLHIRLARWRGARGGGVLDLEEGWRDVLAGVAKLKSIHTDSDFGGFSPDE
YMHIYTLVYYMCTQKGHKDYPKELYHLCKQALDDHLDSIVLPSLNEKHGNFLLAEMLQSWEKHKLMVRWLRRFFDYLDRV
SITWKSLHSLEHMGWIGFRDMVFNKLKSTLTTTVIGMINDERNGLLIDRALLKNVIHMCNEFGDSELNSYPEYILKAEEC
LQKEKEQVYSHSTTEPKDTSDKGMALVKHGTDTAKSRKDKKNEVMVGFPINLISGSRVVDEILGRVPVKAPFTDSTFEFG
NSSCNPPDSFGYIPTTSKSFAERLMAPENEDLVVMLSLDLAEELETIDEVYQQISRKGERGSSKLWKFIDHGVKKCTQIR
RSITLLGGSPQEIPNYLIR*                                                            
>Osat_LOC_Os08g07400                                                            
MSSRKKPSRIEPFRHKVETDPRFFEKAWRKLDDAIREIYNHNASGLSFEELYRTAYNLVLHKHGPKLYDKLTENMEDHLQ
EMRVSIEAAQGGLFLVELQRKWDDHNKALQMIRDILMYMDRVFIPTNKKTPVFDLGLDLWRDTIVRSPKIHGRLLDTLLD
LIHRERTGEVINRSLMRSTTKMLMDLGSSVYQDDFERPFLEVSASFYSGESQKFIECCSCGEYLKKAQQRLDEEAERVSQ
YMDAKTDEKITAVVVKEMLANHMQRLILMENSGLVNMLVEDKYEDLTMMYSLFQRVPDGHSTIKSVMNSHVKETGKDMVM
DPERLKDPVDFVQRLLNEKDKYDSIVTTSFSNDKSFQNALNSSFEHFINLNNRCPEFISLYVDDKLRKGMKEANEEDVET
VLDKVMMLFRYLQEKDLFEKYYKQHLAKRLLSGKAASDDSERSMLVKLKTECGYQFTSKLEGMFNDLKTSHDTTQRFYAG
TPDLGDAPTISVQILTTGSWPTQPCNTCNLPPEILGVSEMFRGFYLGTHNGRRLTWQTNMGTADIKAVFGNGSKHELNVS
TYQMCVLMLFNSADCLSYRDIEQTTAIPSADLKRCLQSLALVKGKNVLRKEPMSRDISDDDNFYVNDKFTSKLFKVKIGT
VATQKESEPEKMETRQRVEEDRKPQIEAAIVRIMKSRRVLDHNSIVTEVTKQLQPRFMPNPVVIKKRVESLIEREFLERD
KTDRKLYRYLA*                                                                    
>Osat_LOC_Os12g13360                                                            
MAGIVDFEEGWRLLATSLAKQRSIIDGSMSKSSSEDDNMQLYMYVLPSMRQINGETLLKGLVDRWRNHKKIVISETRFFF
YLDRYYILRKSLVPLEQLNLCSFRDQVYSELKDKITRTVVDMINDERDGKVIDRDLLKDVLDVYVQIGLGMECYEVDFEN
AFRESTRNYYSNKAQTSILECNGADSPEYMLKAVECLQAELERVSHYLHSSTEPKLMQDLQSELMITPVETHTEEAD*  
>Smol_XP_002993378                                                              
MSQPKKKPFKIEPFKHKVEMDPRYAEKTWKILEDAIHEIYNRNASGLSFEELYRNAYNMVLHKYGEKLYAGLETTMTQHL
QEFSRVIEAAQGGLFLEELNGKWSEHNKALQMIRDILMYMDRTYVQNSSKTPVHELGLNLWRDTIVRCPTIKDRLRDTLL
DLVHRERTGEVINRGLMRNITKMLMDLGVAVYEEEFEKPFLDAAADFYRIESQQFLESSDCADYLKKAERRLNEEMDRVT
HYLFPRSEPKITSVVDREMIGHHMKLLVEMENSGLVSMLTDDKYDDLARMYSLFRRVTTGLQTIRDLMTSHLREVGKNLV
VDPERLKDPVEFVQRLLDEKDKYDRIIRSSFSNDKTFQNALNSAFEYFINLNARSPEFISLFVDDKLRKGLKGVSEEDIE
TVLDKVMMLFRYLQEKDVFEKYYKQHLAKRLLSGRTISDDAERSLIVKLKTECGYQFTSKLEGMFTDMKTSRDTMQGFSS
MMANCEQPGEAPTLSVQVLTTGSWPTQSGARCNLPTEILSVCDKFKTYYLSTHTGRRLTWQTNMGTADLKATFGNGARHE
LNVSTYQMCVLMLFNMADKVTYREIEQATDIPAADLKRCLQSLALVKGKNVLRKEPMSKDINEDDVFLFNDKFASKLYKV



KISTVVAQKESEPEKQETRQKVEEDRKPQIEAAIVRIMKSRRVLDHNNIVSEVTKQLQARFLPNPAVIKKRIESLIEREF
LERDKVDRKLYRYLA                                                                 
>Smol_XP_002993347                                                              
MAAAKRGVRSKTAAVAIEAPAPKKIRINPVVRRCPIDVQGSSRVLQNAIGEIFRRSNASGLSFEELYRHAFNLCQGNHAA
KLYQMFREELVRNLAVYRDGVFAAADTGSMFEVLDEKWLEFSRALQLIRALLNCMDRTYVIRYRERSVYDLGLELWKVEV
VSSPKLQAALTGFLLGEIHKERSGEMIDRSKMRRAVQMLIELDYKIYLLVVEEPFIAASKDFYSIESQQLMACGDCSAML
KRVERRLKEESVRVSRYLSEKTGPKISRVVVDIFVGKNIKQLVDMENTGLEFMLSQDRLDDLARMYEFLQHWDEGGKEIL
DGLTRHIKANGAQLVQDPERQKDPVAFIQLLLSFREKYDAIVSSSFKRNKAVAAGLEVAFVEVVNLNRRLPEFLSLFLDN
KLRQGGKSDSGGSDDPEAFMDKAMLIFRYINEKDMFEKYYKHHLAKRLLLSKFAEDELERSLILKIKTVCGYQFTSKIET
MLKDMRTSEDLMQRFRNMQANINAAMNINVQVLTTGSWPAYASSSQCILPREVHGLCERFKTFYLMEHRGRRLTWQGNLG
SADLKLTIDDTTKTLSCSTYQMCILMLFNDSDRLSYKEIKDATGIQQASELKRNLQSLALVRGKNVLRKEPMSKEIGEMD
VFVFNEAFTSKLAKIKICTVAAQKETGEENSRTREKIESDRNPQIEAAIVRVMKSRQRMEHNNLVSEVIAQLQSRFTPNP
AVIKKRIEALIERDYLERDRDDRRTYCYLA                                                  
>Smol_XP_002986737                                                              
MTMNDRKVIELEQGWAFMQKGITKLINLLEGVAEQQFNSEEYAMLYTTIYNMCTQKPPQDYSQQLYDRYREAFEEYINSM
VMPALREKHNEFMLRELVQRWDNHKIMVRWLSRFFNYLDRYFIARRSLPALGEVGLMCFRDLVYQEMKNNVKDAVITLID
REREGEQIDRALLKNVLGIFVEIGMGSMEAYEADFEAPMLQDTAAYYSRKAASWIEEDSCPDYMLKAEECLKREKERVGH
YLHSSSESKLLEKVQQELLSQYEQQLLEKEHSGCHALLRDDKVEDLSRMYRLFCRIPKGLEPVAAIFRMHVTEEGTTLVK
QAEDAASSKKADKKDTVGVQEQAFVRKVIELHDKYLQYVSECFVNHSLFHKALKEAFEVFCNKGVGGSTSAELLATFCDN
LLKKGGSEKLSDEAIEDTLEKVVKLLAYISDKDLFAEFYRKKLARRLLFDKSANDDHERSILTKLKQQCGGQFTSKMEGM
VTDLTLARENQTLFEEYLSENPQSNPGIDLTVTVLTTGFWPSYKSSDLALPSEMVKCVETFKEFYQTKTKHRKLTWIYSL
GTCNIVGKFEPKQIELVVTTYQAAVLLLFNAAERLSYSDIKGQLNLTDEDIVRLLHSLSCAKYKILNKEPNTKTVSGSDT
FEFNNKFTDKMRRIKASCLKYLAIPLPPMDEKKKVIEDVDKDRRYAIDASIVRIMKSRKVLPHQQLVLECVEQLGRMFKP
DFKIIKKRMEDLIAREYLERDKDNPNMFRYLA                                                
>Smol_XP_002984123                                                              
MVVDVKATGHGLSVASPVTAVGLAGGSNSTGTTANLSRKKATPPQPTKKLVIKPFKDKPKLPANFEDATWDKIRAAVSAI
HVKQPVSCSLEQLYQNVEDLCLHKLSGNLYQRLQQECETHISAKLNALVGQSPDPVVFLSHVERCWQDHCDQMLMIRSIA
LYLDRTYVIQNSSVRSLWDMGLQLFRKHLTSCPEVEHKTVTGILRLIEKERTGETVDRTLLKHLLRMFSALGTYSESFEK
PFIDCTAEFYAAEGTRYMQQTDVPDYLRHVEARLHEENERCLLYLDANTRKHLISTSEKQLLERHSPTILDKGFGMLMDA
NRVADLHRMYLLLARVGALESLKQALSAYIKATGHSIIVDEEKDKDMVSTLLDFKARLDMIWEESFSKNEPFANTIKEAF
EHLINLRQNRPAELIAKFIDGKLRAGNKGTSEEELESMLDKVLVLFRYIQGKDVFEAFYKKDLAKRLLLGKSASIDAEKS
MISKLKTECGSQFTNKLEGMFKDIELSREINESFKQSSQARTKLPAGIEMNVHVLTTGYWPTYPPMDIRLPHELNVYQDI
FKQFYLSKHSGRRLMWQNSLGHCVLKAEFPKGKRELSVSLFQTVVLMLFNDSLRLSFQDIKDSTGIEDKELRRTLQSLAC
GKVRILQKQPKGREVEDDDVFTFNEDFTAPLFRIKVNAIQLKETVEENASTTERVFQDRQYQIDAAIVRIMKTRKVLSHT
LLITELFQQLKFPIKPADLKKRIESLIDREYLERDKNNPQVYNYLA                                  
>Smol_XP_002980495                                                              
MAQLREIAQAWKIYCASALDSPIQQQRPGRRKGSAGFKGQDVSRSLRFLCERGLGEVVMQHFMDELERSLKENYIPEFWS
HFTDFLSVKENSDTKQLNEWIHSSLPVALEKLCSKKVSQEDGLNALIKALETNASVNGSQILTSHQTTVTALLLTTSPSY
FSDLLKLYFTARLEEFSGSFRKRPCNSDDEDCEASTDVEDMDVLGVESPCKGEAEATEVSEDSVSVRNVVKRLRDLGFAA
LCEEAYASAILSLLKKKIYSIADKRYEKPVLGPIRHWIEAVPMRFLSAILESSAGSSSLSPLPATPSPLASSSTLSDLSK
ERIIRWRLRLQFFTYETLAIEDLRQCLANTGEHSKLVKSFRLALKQRLLTAGAATTDILTQYVSTIKALRTMDPTGVILE
AVGEPIREYLRGRKDTIRCIVTMLTDDTATTSGTTVAGGGEGLLEELSRGTTTVENADSDEEGELDGEEAWAAAQRWEPD
PVEADLSRTSKSRRSMDIISMLVGIYGSKELFVNEYRVMLAEKLLNKSDYDTDREIRTLELLKLRFGENNMHSCEIMLKD
LADSKRINSNIKAKGKPQETFQKGEELTLHNVDATVISSLFWPPFQTETLQVPDFVDKLLDDYAQQYHTVKAPRKLQWKK
HLGTVKLELQFEDRSAQFVVSPMQASIILKFESCSRWSASELAAASGIPVTTLRRRIVLWINQGVLVESHGDKDGEVFYQ
VVETIGDGGQRGASAPTEAAVPLLEEEDGQSAVTPMEDQWQQEMNVYESYIVGMLTNLESLPLDRIHNMLKMFVSDPPYD
KTLQQLQGFLGSLIADEKLEFREGVYRRKQ                                                  
>Smol_XP_002973273                                                              
MTMNDRKVIELEQGWAFMQKGITKLINLLEGVAEQQFNSEEYAMLYTTIYNMCTQKPPQDYSQQLYDRYREAFEEYINSM
VMPALREKHNEFMLRELVQRWDNHKIMVRWLSRFFNYLDRYFIARRSLPALGEVGLMCFRDLVYQEMKNNVKDAVITLID
REREGEQIDRALLKNVLGIFVEIGMGSMEAYEADFEAPMLQDTAAYYSRKAASWIEEDSCPDYMLKAEECLKREKERVGH
YLHSSSESKLLEKVQQELLSQYEQQLLEKEHSGCHALLRDDKVEDLSRMYRLFCRIPKGLEPVAAIFRMHVTEEGTTLVK
QAEDAASSKKADKKDTVGVQEQAFVRKVIELHDKYLQYVSECFVNHSLFHKALKEAFEVFCNKGVGGSTSAELLATFCDN
LLKKGGSEKLSDEAIEDTLEKVVKLLAYISDKDLFAEFYRKKLARRLLFDKSANDDHERSILTKLKQQCGGQFTSKMEGM
VTDLTLARENQTLFEEYLSENPQSNPGIDLTVTVLTTGFWPSYKSSDLALPSEMVKCVETFKEFYQTKTKHRKLTWIYSL
GTCNIVGKFEPKQIELVVTTYQAAVLLLFNAAERLSYSDIKGQLNLTDEDIVRLLHSLSCAKYKILNKEPNTKTVSGSDT
FEFNYKFTDKMRRIKASCLKYLAIPLPPMDEKKKVIEDVDKDRRYAIDASIVRIMKSRKVLPHQQLVLECVEQLGRMFKP
DFKIIKKRMEDLIAREYLERDKDNPNMFRYLA                                                
>Smol_XP_002972211                                                              
MVVDVKATGHGLSVASPVTAVGLAGGSNSTGTTANLSRKKATPPQPTKKLVIKPFKDKPKLPANFEDATWDKIRAAVSAI
HVKQPVSCSLEQLYQNVEDLCLHKLSGNLYQRLQQECETHISAKLYALVGQSPDPVVFLSHVERCWQDHCDQMLMIRSIA
LYLDRTYVIQNSSVRSLWDMGLQLFRKHLTSCPEVEHKTVTGILRLIEKERTGETVDRTLLKHLLRMFSALGTYSESFEK



PFIDCTAEFYAAEGTRYMQQTDVPDYLRHVEARLHEENERCLLYLDANTRKHLISTSEKQLLERHSPTILDKGFGMLMDA
NRVADLHRMYLLLARVGALESLKQALSAYIKATGHSIIVDEEKDKDMVSTLLDFKARLDMIWEESFSKNEPFANTIKEAF
EHLINLRQNRPAELIAKFIDGKLRAGNKGTSEEELESMLDKVLVLFRYIQGKDVFEAFYKKDLAKRLLLGKSASIDAEKS
MISKLKTECGSQFTNKLEGMFKDIELSREINESFKQSSQARTKLPAGIEMNVHVLTTGYWPTYPPMDIRLPHELNVYQDI
FKQFYLSKHSGRRLMWQNSLGHCVLKAEFPKGKRELSVSLFQTVVLMLFNDSLRLSFQDIKDSTGIEDKELRRTLQSLAC
GKVRILQKQPKGREVEDDDVFTFNEDFTAPLFRIKVNAIQLKETVEENASTTERVFQDRQYQIDAAIVRIMKTRKVLSHT
LLITELFQQLKFPIKPADLKKRIESLIDREYLERDKNNPQVYNYLA                                  
>Smol_XP_002962592                                                              
NASVNGSQILTSHQTTVTALLLTTSPSYFSDLLKLYFTARLEEFSGSFRKRPCNSDDEDCEASTDVEDMDVLGVESPCKG
EAEATEVSEDSVSVRNVVKRLRDLGFAALCEEAYASAILSLLKKKIYSIADKRYEKPVLGPIRHWIEAVPMRFLSAILES
SAGSSSLSPLPATPSPLASSSTLSDLSKERIIRWRLRLQFFTYETLGDLRISELFDVIVDYPDRQVTRYFLPAIEDLRQC
LANTGEHSKLVKSFRLALKQRLLTAGAATTDILTQYVSTIKALRTMDPTGVILEAVGEPIREYLRGRKDTIRCIVTMLTD
DTATTSGTTVAGGGEGLLEELSRGTTTVENADSDEEGELDGEEAWAAAQRWEPDPVEADLSRTSKSRRSMDIISMLVGIY
GSKELFVNEYRVMLAEKLLNKSDYDTDREIRTLELLKLRFGENNMHSCEIMLKDLADSKRINSNIKAKGKPQETFQKGEE
LTLHNVDATVISSLFWPPFQTETLQVPDFVDKLLDDYAQQYHTVKAPRKLQWKKHLGTVKLELQFEDRSAQFVVSPMQAS
IILKFESCSRWSASELAAASGIPVTTLRRRIVLWINQGVLVESHGDKDGEVFYQVVETIGDGGQRGASAPTEAAVPLLEE
EDGQSAVTPMEDQWQQEMNVYESYIVGMLTNLESLPLDRIHNMLKMFVSDPPYDKTLQQLQGFLGSLIADEKLEFREGVY
RRKQ                                                                            
>Smol_XP_002972732                                                              
MAAAKRGARSKAAAVAIEAPAPKKIRINPVVRRYPIDVQGSSRVLQNAIGEIFRRSNASGLSFEELYRHAFNLCQGNHAA
KLYQMFREELIRNLAVYRDGVFAAADTGSMFEVLDEKWLEFSRALQLIRALLSCMDRTYVIRYRERSVYDLGLELWKVEV
VSSPKLQAALTAFLLGEIHKERSGEMIDRSKMRRAVQMLIELDYKIYLLVVEEPFISASKDFYSIESQQLLACGDCSAML
KRVERRLKEESMRVSRYLSEKTGPKISRVVVDIFVGKNIKQLVDMENTGLEFMLSQDRLDDLARMYEFLQHWEEGGKEIL
DGLTRHIKANGAQLVQDPERQKDPVAFIQLLLSFKEKYDAIVSSSFKRNKAVAAGLEVAFAEVVNLNRRLPEFLSLFLDN
KLRQGGKSDSGGSDDPEAFMDKAMLIFRYINEKDMFEKYYKHHLAKRLLLSKFAEDELERSLILKIKTVCGYQFTSKIET
MLKDMRTSEDLMQRFRNMQANINAAVNINVQVLTTGSWPAYASSSQCILPREVHGLCERFKTFYLMQHRGRRLTWQGNLG
SADLKLTIDDTTKTLSCSTYQMCILMLFNDSDRLSYKEIKDATGIQQASELKRNLQSLALVRGKNVLRKEPMSKEIGETD
VFVFNEAFTSKLAKIKICTVAAQKETGEENSRTRETIESDRNPQIEAAIVRVMKSRQRMEHNNLVSEVIAQLQSRFTPNP
AVIKKRIEALIERDYLERDRDDRRTYCYLA                                                  
>Php_XP_001781780                                                               
MNPAKKKNFKIEPFKHKVEMDPKYAEKTWKILEDAIHEIYNHNASGLSFEELYRNAYNMVLHKYGEKLYSGVVQTMTQHL
REIAKIIEGAQGGLFLEELDVKWREHNKSLQMIRDILMYMDRTFVNNFNKTPVHELGLNLWRDHIVRSPQIRDRLLNTLL
DLVRRERTGEVINRGLMRNITKMLVELGTNVYQEDFERPFLDAASDFYRLESQQLIETSDCPDYLRKAEKRLNEEIERVA
HYLDSKSEPKITQVVEREVIGNRMRLLVEMENSGLISMLIDDKYDDLGRMYNLFRRISTGLQTMRELMTAHLRETGRQLV
MDPERLKDPVEFVQRLLDEKDKYDRIIQQSFHNDKMFQNALNSSFEYFINLNIRSPEFISLFVDDKLRKGLKGASEEDVE
LVLDKVMMLFRYLQEKDVFEKYYKQHLAKRLLSGRTVSDDAERSLIVKLKTECGYQFTSKLEGMFTDMKTSRDTMQGFNA
TGAGAEGNEGPTLTVQVLTTGSWPTQSGARCNMPTEILAMCDKFKMYYLSTHTGRRLTWQTNMGTADLKATFGDGNKHEL
NVSTYQMCILCLFNQADRLSYREIEQATDIPAPDLKRSLQSLACVKGKNVLRKEPMSKDISEDDTFVFNDKFSSKFYKVK
ISTVVAQKESEPEKQETRQKVEEDRKPQIEAAIVRIMKSRRLLDHNNIISEVTKQLQARFMPNPAVIKKRIESLIEREFL
ERDRMDRKLYRYLA                                                                  
>Php_XP_001776334                                                               
MYVDGVEDHLASTVSYPAGSVSAVTLSNNPGVGTTANLSRKKATPPPPAKKLVIKPFKDKPKLPANFEEVTWVKIKEAVT
AIHLKQPVNCSLEELYRAVEDLCVHKMAGNLYKRLQLECESHISIKLRDLAGRSPDAVVFLSHVERCWQDHCNQMLVIRS
IALYLDRTYVIQNSGVRSLWDMGLLLFRRHLSACPEVQSKTVSGLLRLIEEERMGESVDRSLLKHLLRMFSALGIYAESF
ERQFLDCTSDFYAAEGTRFMQQTDVPDYLKHVETRLHEENERCLLYLDGSTRKPLVATAEKQLLSRHTAAILEKGFGMLM
DANRVADLQRMYMLFTRVNALESLKMALSTYIKTTGNSTVMDEEKDKDMVSWLLDLKARLDAIWDESFSRNETFANTLKD
AFEHLINLRQNRPAELIAKFIDGKLRAGNKGTSEEELEGILDKVLVLFRFIQGKDVFEAFYKKDLAKRLLLGKSASIDAE
KSMISKLKTECGSQFTNKLEGMFKDIELSREINESFRQSAQARMKLPSGIEMNVHVLTTGYWPTYPPMEVRLPHELNVYQ
DIFKEFYLSKHSGRRLMWQNSLGHCVLKANFPKGKKELSVSLFQTVVLMLFNDAQSQSFQEIKDTTAIEDKELRRTLQSL
ACGKVRVLNKQPKGREVEDDDIFVFNEDFVAPLFRIKVNAIQLKETVEENTSTTERVFQDRQYQIDAAIVRIMKTRKVLS
HTLLITELFQQLKFPIKPADLKKRIESLIDREYLERDKANPQIYNYLA                                
>Php_XP_001774461                                                               
MINERRVIELEQGWNFMQKGITKLKNLLEGVPEQQFSSEEYMLLYTTIYNMCTQKPPQDYSQQLYDRYRESFEGYINSKV
LPALREKHEEFMLKELVKRWDNHKIMVRWLSRFFNYLDRYFIARRSLPALSEVGLMRFRDLVYEEMKVNVKDAVIALIDR
EREGEQIDRALLKNVLGIFVEIGMGNMDAYETDFEAFMLEDTASYYKRKASSWIQEDSCPDYMLKAEECLKRERERVGHY
LHASSEQKLLEKVQHELLTQYETQLLEKEHSGCHTLLRDDKVDDLSRMYRLFCRILKGLDPVAAIFREHVTGEGTALVKQ
AEDAASNKKAERKDIVGVQEQAFVRKVIELHDKYLQYVSDCFLNHSLFHKALKEAFEVFCNKGVAGSTSAELLATFCDNL
LKKGGSEKLSDEAIEDTLEKVVKLLAYISDKDLFAEFYRKKLARRLLFDKSANDDHERSILTKLKQQCGGQFTSKMEGMV
TDLTLARENQINFEEYLSDNTQSNPGIDLTVTVLTTGFWPSYKSSDLALPAEMVKCVEVFKEFYQTKTKHRKLTWIYSLG
TCNITGKFDAKPIELIVTTYQAAVLLLFNAADRLSYNDIKSQLNLTDEDIVRLLHSLSCAKYKILNKDPITKTVGQSDIF
EFNTKFTDKMRRIKIPLPPMDEKKKVIEDVDKDRRYAIDASIVRIMKSRKMLPHQQLVLECVEQLGRMFKPDFKVIKKRV
EDLIAREYLERDKDNPNVFKYVA                                                         



>Php_XP_001773913                                                               
MTMNNERKVIELEQGWSFMQIGITKLKNLLEGVPEQQFSSEEYMLLYTTIYNMCTQKPPQDYSQQLYDGYRVSFEEYINS
KVLPALREKHEEFMLKELVKRWYNHKIMVRWLSRFFNYLDRYFIARRSLPALSEVGLICFRNLVYAETKINVKDAVVALI
DREREGEQIDRALLKNVLGIFVEIGMGNMDAYDTDFEQFMLEDTAAYYRRKASSWIQEDSCPDYMLKAEECLKREKERVG
HYLHASSEQKLLEKVQQELLTQYETQLLEKEHSGCHTLLRDDKVDDLSRMYRLFYRIPKGLEPVASIFKQHVTEEGTALV
KQAEDAVSNKRAEKKDTVGVQEQVFVRKVIELHDKYLQYVSECFANHSLFHKALKEAFEVFCNKGVAGSTSAELLATFCD
NLLKKGGSEKLSDEAIEDTLEKVVKLLAYISDKDLFAEFYRKKLARRLLFDKSANDDHERSILTKLKQQCGGQFTSKMEG
MVTDLTLARENQSNFEDYLSDNTKSNPGIDLTVTVLTTGFWPSYKSSDLALPAEMVKCVEVFKEFYQTKTKHRKLTWIYS
LGTCNITGKFDAKPIELIVTTYQAAVLLLFNAEDRLSYNDIKNQLNLTDEDIVRLLHSLSCAKYKILNKDPNTKAVGQND
IFEFNTKFTDKMRRIKIPLPPMDEKKKVIEDVDKDRRYAIDASIVRIMKSRKMLPHQQLVLECVEQLGRMFKPDFKVIKK
RVEDLIARDYLERDKDNPNMFKYVA                                                       
>Php_XP_001771962                                                               
MNNERKVIELEQGWSFMKKGITKLKNILEGVPEQQFSSEEYMLLYTTIYNMCTQKPPQDYSQQLYDRYRESFEDYIKSKV
LPALREKHEEFMLKELVKRWDNHKIMVRWLSRFFNYLDRYFIARRSLPALSEVGLMCFRDLVYAEIKINVKDAVIALIDR
EREGEQIDRALLKNVLGIFVEIGMGNMDAYESDFETFMLQDTASYYSRKAASWIEEDSCPDYMLKAEECLKREKERVGHY
LHASSEHKLLERVQHELLTQYEPQLLEKEHSGCHTLLRDDKVEDLSRMYRLFLRIPKGLEPVAAIFKLHVTEEGTALVKQ
AEDAAGNKKAEKKDTVGVQEQAFVRKVIELHDKYLQYVSECFVNHSLFHKALKEAFEVFCNKGVAGSTSAELLATFCDNL
LKKGGSEKLSDEAIEDTLEKVVKLLAYISDKDLFAEFYRKKLARRLLFDKSANDDHERSILTKLKQQCGGQFTSKMEGMV
TDLTLARENQTNFEEYLTENIQSSPGIDLTVTVLTTGFWPSYKSSDLALPAEMVKCVEVFKEFYQTKTKHRKLTWIYSLG
TCNITGKFDAKPIELIVTTYQAAVLLLFNAEDRLSYNDIKNQLNLTDEDIVRLLHSLSCAKYKILNKDPHTKTVGQTDTF
EFNTKFTDKMRRIKIPLPPMDEKKKVIEDVDKDRRYAIDASIVRIMKSRKVLPHQQLVLECVEQLGRMFKPDFKVIKKRV
EDLIAREYLERDKDNPNMFKYVA                                                         
>Php_XP_001764780                                                               
MTVSSSPGIGTTANLSRKKATPPQPARKLVIKPFKEKPKLPKDFEEVTWAKLREAVTAIHLKQPVNCSLEELYRAVEDLC
LHKMAGNLYRRLQQECESHISVKLRDLVGRSPDSVVFLSHVESCWQDHCDQMLLIRSIALYLDRTYVIPNSGVRSLWDMG
LQLFRRHLSACPEVESKTVSGLLTLIEKERMGETVDRSLLKHLLRMFSALCIYSESFERRFLDCTADFYAAEGIRFMQQT
DVPDYLKHVENRLHEENERCLLYLDGSTRKSLVATAEKQLLSRHTTAILEKGFSMLMDANRLADLQRMYMLFARVNTLES
LKMALSTYIKATGNSTVMDEEKDKDMVSWLLDLKARLDAIWEESFFRNETFSNTLKDAFEHLINLRQNRPAELIAKFIDG
KLRSGNKGTSEEELEGILDKVLVLFRFIQGKDVFEAFYKKDLAKRLLLGKSASIDAEKSMISKLKTECGSQFTNKLEGMF
KDIELSREINESFRQSAQARLKLPSGIEMNVHVLTTGYWPTYPPMEVRLPRELNVYQDIFKEFYLSKHSGRRLMWQNSLG
HCVLKANFPKGKKELSVSLFQTLVLMLFNDAQSLTFHDIKDTSAIEDKELRRTLQSLACGKIRVLNKIPKGREVEDEDTF
VFNEDFVAPLFRIKVNAIQLKETVEENTTTTERVFQDRQYQIDAAIVRIMKTRKVLSHTLLITELFQQLKFPIKPADLKK
RIESLIDREYLERDKANPQIYNYLA                                                       
>Php_XP_001758274                                                               
MNQAKKKNFKIEPFKHKVEMDPKYAEKTWKILEDAIHEIYNHNASGLSFEELYRNAYNMVLHKYGEKLYSGVVTTMTQHL
REIARIVEAAQGGLFLEELDVKWREHNKSLQMIRDILMYMDRTFVNNFNKTPVHELGLNLWRDHIVRSPKIRDRLLRTLL
DLVHRERTGEVINRGLMRNITKMLVELGTNVYQEDFERPFLDAASDFYRLESQQLIETSDCPDYLRKAEKRLNEEIERVA
HYLDSKSEAKITQVVEREVIGNRMKLLVEMENSGLISMLIDDKYDDLGRMYSLFRRISTGLQTMRELMTAHLRETGRQLV
TDPERLKDPVEFVQRLLDEKDKYDRIIQQSFNNDKMFQNALNSSFEYFINLNIRSPEFISLFVDDKLRKGLKGVSEEDVE
LVLDKVMMLFRYLQEKDVFEKYYKQHLAKRLLSGRTVSDDAERSLIVKLKTECGYQFTSKLEGMFTDMKTSRDTMQGFNA
TSAGTEGNEGPTLTVQVLTTGSWPTQSGARCNMPTEILAMCDKFKMYYLSTHTGRRLTWQTNMGTADLKATFGDGNKHEL
NVSTYQMCILYLFNQADRLTYKEIEQATDIPALDLKRSLQSLACVKGKNVLRKEPMSKDISEDDVFVFNDKFSSKFYKVK
ISTVVAQKESEPEKQETRQKVEEDRKPQIEAAIVRIMKSRRLLDHNNIISEVTKQLQARFMPNPAVIKKRIESLIEREFL
ERDRVDRKLYRYLA                                                                  
>Php_XP_001758242                                                               
MQLNEWVQSTFPKVLSEVSSAKLAQEESLRLLTQLIFHGTSGHSTEVERYLSHYHTAISALLLTSAPQQFPEILNLYFKA
RLEEFSKAMRQHNRSTQSCGSEGSDDDDVSEESEVIKGEDDEMESIRSIAVVAGEEWVTGLGTVIRNLRRIGFAALSEEG
YASSIYSLLKVKIHAITNKRYDKPVLESIRSWIEAVPLRFLFVILASSGAPPSKTSLATFPSPLASLSIPTTGADEAVKE
GVVRWRLRLHFFAYETLGDLRITELFDIIVDYPESLPAIEDLRQCLTNTRHHSKLIDSFRTSLRQRLLTAGAATTDILLQ
YVSTIKALRTMDPTGVVLEAVSEPIREYLRGRKDTIRCIVTMLTDDTGAGGSAGLGGVGESLFEELSRGVTSLENVGSDD
DADLDGNDAWAAAERWEPDPVEADPSRTTKSRRLMDIISMLVGIYGSKELFVNEYRVMLAEKLLNKSDFDTDRDIRTLEL
LKLRFGENNMHGCEIMLKDLADSKRINTNIKANDEIVSVDGDKKLPLDVLEATIISSLFWPPFQQVETLKVPAVVDELLE
EYAQRYHAVKAPRKLQWRKNLGTVKLELQFEDRSAQFVVSPMHAAIIMHFENQPRWTATALAEAVGLPVATLRRRIMLWM
NQGVLVESHNTKDGDIEYSIVETMGDAGSRAGAGAPSMDSALPLLGDEERESAVASMEDQWHQEMNVYESYVIGMLTNFD
SLPLDRIHNMLKMFVSDPPYDKTLQQLQGFLGRLVGEEKLEFREGVYRRRQI                            
>Crei_XP_001703219                                                              
MSAVRGKGGAPLGGLAPVAGSANTQQAKKLVIKPLKVKPELPANFEESTWSKLRDCIIAVHCKRPVSNSLEELYTAVQDM
CMHKMADKLYTRLQKECDAHIAAHVGSLGDCLGLDAVPYLDRVDSVWQDHCSQMLLTRQIFLYLDRTHVLQLSSSATPVK
SIFDMGLALFRTHLAERPQIKERTVEGLLELVQRERCGEGVNRALLQRLLRMLSSLGIYTDAFHEPFMKASGQFYRSEGE
RLVAELDVPAYLKHCETRLGEEFERCSEYLDASSRRPLIAAVEGALVARHTGPLLDRGLGPLLDGHRVGDLGRLYGLLGR
VGASEALRAAFREYVRSTGLALVKDEEKDKEMVERLLDLKSRLDEVVAGAFGRSEAFAATLKESFEYFINQRANKPAELI
AKFIDARLRAGGRGAAAGAAGAGGSGAGTGGSEEELEAALDRALILFRYIQGKDVFEAFYKKDLAKRLLLGRSASVDAEK



AMIAKLKARRRSGGRARARARGRLLQPSQFTAKLEGMFKDVELSDDVMAAFRGAPAAAGLPSGVDVAVSVLTSGYWPTYP
VTEVKLPEVLDRAGAVFRDFYLSKYSGRRLVWQHSLGSCMLRASFPKGMKELSVSTFQAAVLMLFNDTDTLSYKDVLAGT
GLEEKELKRTLQSLACGKVRVLTKEPKGRDVNDDDSFSFNTGFTEKLFRIKINSIQMKETEEENKKTNEQVLQDRQYQID
AALVRIMKTRKTLSHKLLVAEALQQLKFPLKAADLKKRIESLIDREYLARDANDANVYNYLA                  
>Crei_XP_001700877                                                              
MKKGPIKIEPFRHPVTVDPQYADKTWKVLEDAIREIHNQNASGLSFEELYRNAYNMVLHKYGPRLYEGLIRTLTAHLTEV
AKKIEEKEGAPFLRELKKRWDEHTKSSQMIRDILMYMDRTFVVQQQKTPVFTLGLELWRDVVVRNRAISERLLAIVSSLI
MKERQGEVIERGLIKSVTQMLGELGHAVYVEDFEKPFLAAAAEFYRKEAQEYITSSDCPEYLRKAEARLGEEAERCGAYL
DANSTEPKITRVVETELLKAQAARTTLAITSNAPFLVHPVPPLLLPMPPQVRHMLCEHVKEVGRALVSDPERSKDPVEYV
QALLDMRDKYERIITQAFADDKTFRNALNQAFEHFVNLNVRSPEFISLFIDDKLRRGIKGLSDTDVEGVLDKVMALFRYL
QEKDVFEKYYKQHLAKRLLSGRTTSDDAERNLLVKLKTECGYQFTSKLESMFTDIKTSRDTMNEFRTRLVETGKLEAELG
GIDLQVQVLTTGSWPTQAPSKCNLPRELEAACESFRNFYLSTHSGRRLTFQPNMGTADLRAVFGAGRRHELNVSTYQMCV
LLLFNEADSLSYRDIAQATEIPAPDLKRALQSLACVKGRNVLRKEPAGKDVADSDVFFYNDKFTSKLIKVKISTVAATKE
GESEKAETRQKVEEDRKPQIEAAIVRIMKARQRLDHNTIITEVTRQLQARFVPNPATIKKRIESLIEREFLARDEADRKF
YTYVA                                                                           
>Crei_XP_001692935                                                              
MADRKPIELAEGWSFMEQKGIQKLIRLLEGEPEDQFNAEQYMHLYTTIYNMCTQKPPHDYSEQLYSKYRDAFNKYINEKV
LPSLREHRDEVLLKELYQRWGNHKLMVRWLSRFFNYLDRYYVLRHSLHPLKDVGLLCFKDLVYVEIKKRTKDGVLLLVEK
EREGELVDRALVKNILGIFIELGMSNMDCYEKDFEEYLLTETSAFYRRKASQWIEQDSCPDYMLKAEECLRLEEERVDNY
LHATTRNKLLKEVETELLSNYETRLLTKEHSGCAALLRDDKTEDLARMYRLFQRIPKGLDPVADIFKEHVDSEGMKLVKE
AVELAKEKQAKTGPSRDTGTSAEQQYVRAVIDLHDKYLQYVSTCFCNSSLFHKSLKEAFENFVNKSVAGSTSAELMASFC
DNLLKKGGSEKLSDEAIEETLEKVVKLLAYVSDKDMFAEFYRKKLSRRLLQDKSASDDHERSLLSRLKQQCGAQFTSKME
GMVTDLQLAKEKQQHFDDWLKKGSKLPIDLSVTVLTTGFWPTYKSIDVALPREMVEGVEVYRSYYDSDSKHRKLTWIYTL
GTAVLRGNFDSKPIEMQMNTLQAALCMLLNDVDELSYGEIQERLRLPDDDLQRLLHSLVCAKYKIIKKDPDGKSIGKSDK
FAFNNRFTDKMRRIKIPLPPLDEKKKVMEDVDKDRRYAIDAAIVRIMKSRKVLQHQTLVMEVIQQLQRMFKPDLKLIKKR
IEDLIQREYLERDKDNPTLFKYLA                                                        
>Vcar_XP_002955111                                                              
MNVKKPQVRATWKACHFLWPNSYNAGPTQIKIEPFRHPISVDPQYADKTWKVLEDAIREIHNQNASGLSFEELYRNAYNM
VLHKYGPRLYDGLIVTLSSHLTDIASKVEGKEGSPFLKELKKRWDEHNKSTQMIRDILMYMDRTFVVQQQKTPVFALGLE
LWRDVVVRNRKISERLLSILMQLITKERQGEVIERGLIKSVTQMLVELGHQVYVEDFEKPFLAAAAEFYRTEAHAFITTS
DCPDYLRKAEQRLHEEQERCAAYLDASTEPKITRVVEAELLKSQMTALLEMENSGLIALLRDDKYDDLSRLYCLMRRVDH
GLATVRSMLCEHVKDVGRALVTDPERTKDPVEYVQALLDMRDKYEKIITQALELRTRLLPNSLQQAFEHFVNLNVRSPEF
ISLFIDDKLRRGIKGLSDTDVEGVLDKVMALFRYLQEKDVFEKYYKQHLAKRLLSGRTTSDDAERNLLVKLKTECGYQFT
SKLESMFTDIKTSRDTMADFRTKLVESGRLDELGGIDLQVQVLTTGSWPTQTPSKCNLPRELEAACEAFRNFYLTTHSGR
RLTFQPNMGTADLRAVFGAGRRHELNVSTYQMCILLLFNEQDSLMYREIAQATEIPTTDLKRALQSLACVKGRNVLRKEP
ASKDVLDTDVFYFNDKFTSKLIKVKISTVAATKEGESEKAETRQKVEEDRKPQIEAAIVRIMKARQRLDHNTIITEVTRQ
LSARFVPNPATIKKRIESLIEREFLARDENDRKFYTYVA                                         
>Vcar_XP_002950020                                                              
MNNSSSNADTTAPASMAANANAANTAAATTVAHSASTPAADVAAVGLAEPGTEARTLTEWRLRLSYLVYETLGRLRISQM
FDVVVDYPDSLPAIGDLAACLRHTNLQSLFVCSFKAALQQRLLHAGASATGIIHHYVATIRTMREIDPSGSLLHAVAQPI
RDYLRGRSDTIKCLVSMVTQDGGGPNGESLLEELQAATAASGAAAAAAMEVDVATEDADERVLRVATATAAAGFPGVAPP
PPGVAVGGGGGSGAIIAAAGAAPGGAATAAAAAAAGSSAADVVSMLTGVFGSPEVFINEYRNLLCGQLLYRSDYDTAREV
RTLELLKMRFGENALHACEVMLKDVADSKRINHRVHAMPPAGSALPQPASPIGSAFHLLSAAIISYLFWPRQEDPTGLVL
PAEIRTAMETYEQRYHHLKTPRKLRWRPHLGSVDLDVSAGGVTASFSVSPLMATLLIAFKDRPVMSAGELAAAVGLPPAL
VRRKMLFWVNHGVIVEGRTLPTLMSSMCAVGAKLTDYGAEDEAPAQLPSAADRAVEEVGPFENYIKGMLQNYGGLPLDRL
NHMLRLFVVSTPKYDKTPEQLQVWHPTLVNEAHNWNKRIVHDCIMMFLVLAAIIP                         
>Vcar_XP_002947918                                                              
KPELPANFEEATWSKLRDCIMAVHCKRPVSCSLEELYTAVQDMCMHKMADKLYSRLQQECDSHISAHVSSLSDCLSLEAV
PFLDRVAAVWQDHCSQMLMTRQIFLYLDRTHVLQLTSSAAPIKSIFDMGLALFRVHLATRPEIQHRTVEGLLELIGRERC
GEAVNRPLIKGLVRMLTSLAIYTDAFHEPFMKAASRFYRAEGERLVAELDVPAYLRHCETRLFEEYERSSEYLDSSSRRP
LISAVEAQLVGRHTGPLLDRGLGPLLDGHRVADLARLYGLMGRVGAVEPLRAAFREYVRATGLALVKDEEKDKEMVERLL
DLKGRLDEVVGSAFVRSENFLATLKESFEYFINQRANKPAELIAKFIDARLRAGGRAAGAEELEAALDRALTLFRFIQGK
DVFEAFYKKDLAKRLLLGRSASVDAEKAMIAKLKVECGSQFTAKLEGMFKDVELSDDVMAAFRASSAAAGLPAGVDVTVS
VLTSGYWPTYPVLDVKLPEALDRASTVFRDFYLSKYSGRRLVWQHSLGSCVLRAAFPRGLKELSVSTFQTAVLLLFNDAD
TLSYKEIAAGCGLEEKELKRTLQSLACGKVRVLVKDPKGRDVADTDSFSFNSTFSEKLFRIKINSIQMKETEEENKKTNE
QVLQDRQYQIDAALVRIMKTRKTLSHKLLVVEALQQLKFPLKAADLKKRIESLIDREYMARDPSDANVSCRCRPASMAWG
RSLTFPAAHAAQCTNPKVKSTVCCLHMGKANGYAS                                             
>Vcar_XP_002947131                                                              
MMADRKPIELAEGWSFMEKGIQKLIRLLEGEPEDQFNAEQYMHLYTTIYNMCTQKPPHDYSEQLYGKYREAFNKYINEKV
LPSLREHRDEVLLKELYQRWGNHKLMVRWLSRFFNYLDRYYVLRHTLHPLKDVGLLCFKDHVYAETKKRTKDAVLMLIEK
EREGELVDRALVKNILGIFIELGMGNMDCYEKDFEEFLLAETSAFYRRKASEWIEQDSCPDYMLKAEECLRLEEERVENY
LHASTKPKLLKEVEAELLSNYETRLLTKEHSGCAALLKDDKTEDLARMYRLFQRIPKGLDPVAEIFKEHVDSEGMKLVKE



VTEAVELAKEKQAKAGPSRDTGTSHEQQYVRAVIDLHDKYLLYVSTCFCNSSLFHKSLKEAFENFVNKSVAGSTSAELMA
SFCDNLLKKGGSEKLSDEAIEETLEKVVKLLAYVSDKDMFAEFYRKKLSRRLLQDKSASDDHERSLLSRLKQQCGAQFTS
KMEGMVTDLQLAKEKQQNFDDWLKEKGKKLAIDLSVTVLTTGFWPTYKSIEVALPREMVEGVEVYRQYYDSDSKHRKLTW
IYTLGTAVLRGNFQSKPIEMQMNTLQAALCMLLNDVDELSYQEVQERLRLPDDDLQRLLHSLVCAKYKIIKKDPEGKTIS
KSDKFSFNHGFTDKLRRIKIPLPPLDEKKKVMEDVDKDRRYAIDAAIVRIMKSRKVLQHQTLVMEVIQQLQRMFKPDLKL
IKKRIEDLIQREYLERDKDNPTLFKYLA                                                    
>Cvar_EFN59544                                                                  
LQAWRARLGYYVYETVGSLRIGDMFDIVVDYPDSLPAIEDTRDCLQNTNLHRKFITLFRKALMDRLLHPGAATADIIQQY
VSAIKALSHVDPGGAILSAVGSPIAAYLRGRRDTIRCIVTMLTADEEDAAAQSLFAELGNAEGAGAEVGMRWVEAGGRLK
PAGLHPLDADPARGASAAAAAAAGDVISKLVGIYGSKELFINEYRSMLADRLLAKGGDYECDRELRTLELLKVRFGEGNL
HNAEVMLKDLADSKRINANVKSVPNTATPLRRRRQLVNIDGLSATIVSQLFWPTLPQDEFNLPPEVQAMLATYGAKYRSL
KAPRKLQWKPNLGTVQLELAIGDQSLEFNVSPFHASVLMHFHTRPEWPAAELAEQMGVAPDALRRKIIYWINQGKARLGI
RHAKAPVASPPLQEVPTVQGVSPCASDLFLRPPPPTHTGGMTAYEPFIMGMLTNFDALPLDRVHNMLKMFVSDPPYDKTL
EQLGAYMGRLVADEKLSLDGGTYRKRT                                                     
>Cvar_EFN52532                                                                  
MAGKPKKFKIEPFKHPLKLDPNYADNTWLLLESAIHEINNHNASGLSFEELYRNAYNMVVNKYGERLYRGLVDTETAHLR
KVAARIEAAQGEGFLRAIKAEWESHNKSVQMIRDILMYMDRIYVKQQNKTTVHQLGLDLWRDVVVRNRRIRDRLLGMLLD
MVGRERAGDVVDKGLVRAMTQMLVDLGHQVYCEDFETPFLERTAEFYAAEAAEFVSSCDCPTYLAHAERRLGEEVERVGA
YLDPSTEAKVVKVVERELISRQMRGLVDMENSGLVPQLVQDKYGDLSRMYCLFRRVEGGVDLLRQTMGDHLKEGGKALVL
DPERQKDPVEWVQRLLQEKEKYDALISRAFSHDKLFVAALNSAFEHFLNLNPRSPEYISLFMDDKLRKGLKGMSEDDIEV
VLDKGIMLFRFLQARAGLPFPALGLAWWSCPAWPALEKDVFEKYYKQHLAKRLLHGRSTSEDSEQLLLTKLKTECGYQFT
SKLETMFSDIKLSREKMADFKGYLEGQGRRLDVEMTMQVLTSGMWPQTSSAPTCVLPRELEQCTSEFVAYYLHANSGRRL
TWQTGLGTADIKAMFGGGARKYEISCSTYQMAVLMLFNDAESLVYEEIEAATSIPEDDLKRVLQSLACVKGKAVLRKEPM
SKDVRPGDRFSVNDAFTSKSYKVKIGMVTAQVGGEGRAAGGSTGQGCGDCGDGDREFLERDATDRSTYVYLA        
>Cvar_EFN56087                                                                  
MALQGHADRRPIELEAGWQYMEDGITKLKHILEGDKPEAFTAEHYMMLYTTIYNMCTQKPPHDHSEQLYARYTEAFQVYI
QEKVLPSLRDHHDEHLLKQLKQRWDNHKIMVRWLSRFFNYLDRYYIQRHNLHPLNDVGLLVFRDHVYAEIKRASRDAMLK
LVEAEREGEQIDRSLLKNVLAIFQEVGMGLMECYERDFEEAMLKDTAEYYRRRAAVWIQEDSSPDYLVKAEECLRDEEER
VNSYFHVSTKPKLLKEAENELLKVHQMQLLEKEHSGCAALLRDDKKADLGRMYRMFNRLPKGLEPMAEIFRKHVEEEGMK
LVREATEAAESKKEKEREAGDSPENAFIRGVIALHDKYMEYVQDSFGNSSLFHKALKEAFESFCNKQVSGASVAELMASF
CDNLLKKVGGEGACCSCRCCCCVWGRRCCRCCRCCRAAPLACSLSLAQAAPARGPSRTTPPLHPQHAFPFFRIRSNQSCL
SIPILQMEGMVNDLQLAKEREKAFEEWRERKGFAGGMEMNVTVLTTGFWPTYKGVEQYTSYFDETTSKTRRLSWQFTNGT
VHVKATYDKNYELILMPLQAAVLLPFNDSDSLSYGELKEATKLPDEDLTRCLASLTLSKYKLLAKEAASKGIGPADSFRI
NPKFTDRMRRIRVPLPPVDDRKKVQEDVDKDRKHAIEAAIVRIMKSRKALKHQQLLVEVVQQLQRMFTPDVKVIKRAIDS
LIERDYLERDANDQQLYKYLA                                                           
>Cvar_EFN51797                                                                  
MLQLVEAERSGEAVNRYLLKHTVAMLTNLRLYEDGARDMLLSSAIQYYNREGSSLINELELAAYLVHCERRLAEEFNRCE
AYLGFALRKPLKDILDQCLLEAHMSSILDSSMRLLASCQEQDLGRLYSMCARIGALQGLRLVFRDYIRTAGSAVVMDEHK
EEEMVSRMLKFRADMLSVLRNSFANHAEFAQALKEGFEACLNSRTDKPAELIARYLDSILRRGSKAGAQESSLEEVLDAA
LALFRYVQGKDIFAAYFKRIMSRRLLMGRSASMDAEKLCISKIKAECGPQFTNQLEGMLKDIEISSDIMSGFKHYIAAKP
GSIVDMNVLVLTSGFWPSYRAFDCLLPTELVRAQKEFAEYYLSKHGGRKLAWHSTSSNCVVRAQFPMGVKELQASLHQAT
VLLLFNESEQLTFSEIQAALKLEDSELRRTLASLSLAKEKVLRKEPASAEIGPQDVFKFNEAYTSRLFRVKINNLQMHDS
DEDSKKTNEQVLQDRFHQIDAAIVRIMKMRKSLSHNLLLGELASQLRFPTGQADVKKRIESLIDREYLQRVEHGYEYLA 
>Otau_XP_003081880                                                              
MAVDAWCLARSLAANDPSTSALSAKDVDEAFATLRRSNCSDVLERAFLSAFASGVGKDALEAWCKSCEVPATLVRALNDG
VSDERLDAWTRERAAPATLKFAEIVESERCRARAFSSRARSENETSASVEAFVRVFDAEVGAMVCARGPPRLSAILSAWY
RVQAKEYDRAVRRRWGETSDDEENDLMETNMLERQGTISMDIAGCAEVMGLLWSAATAEMRTALAKCHESLGRVAENAAA
RALGGCVQQHVVRRCEGAFDAPKLRATLRWVRAVPLEFFKTALSLSANDGAAIDSWRGRLEYAVYEHLGALRIHELFDII
VEYPDSLPAITDLRTCLQNTMLHSVLVDSFVDATRSRLLHAGASTVDIVQQYIGTIKTLLELDPSGVVLELVSGPIKEYL
RERKDTIRCVVTMLTDDGGGGEGDGEGALYAELGRLARGESMEFAESSVPAPNPSVGLMDADNLDRMDSITAEMVAIAAT
ITEDAHEDDIVQTQQVLSGWDAWEPEPVETEAAASRGRRRKGGDIIGLLVGIYGSKELFINEYRTMLAEKLLAKTTYDTD
REMHALELLKLRFGEGSLHNCEVMLKDFADSKRTNANIKVQPTTGTPSAKDRRANDILMHTPVEATIVSSMFWPAFSTDV
TDFKLPQEIQEQMDLYAKRYHQIKAPRKMEWRPALGIVVMDVTHNDRTFEVSVNPLQATILHHFQRAESWRASDLAHEVG
VSVDALRRRIAVWINHGVLIERNDGQGVVYALTELTDEVDAMDGVHNDDEHISGVVTAEESAAAGMMVYEQYVMGMLTNF
PSLSLDRIHNMLKMFVVDPVYDKSIEDLEQFLLGLVAQDKLSADGTSFSKK                             
>Otau_XP_003080123                                                              
MTDRRPVALEEGWGRMQDGIMKLRRILDTDDAEPFTSEEYMNLYTYVSKSAGRPEIHDTSDDDIPYSDSHFSLNTLVDYF
SALSDASSGFWLQLRSAALRVTSSFNLCTRSTIYNMCTQKAPYDFSEQLYERYEAAFNQYINAKVLPTLVEKKGEYMLKS
LVMRWENHKIMVRWLSKFFNYLDRYYVQRHHFPPLKDVGVNCFRRLVYDEIKLSVKTAVLELIDKEREGEKTDRTLIKNI
TSIFVEMGLGTMDAYQNDFEADLLAHTASFYSRKALQWIAEDSCPAYLIKAEECLNSERERVQLYLHQTTESKLISKVEQ
QLLEQYENELLEKENSGCAALLVEDKTEDLARMYRLFRAVPSGLKPIAEIFKAHVKKDGMNLVSVAEQTASNMKSKKPDK
DAASTSVEQVFTRSAIELYDKYSTYVNECFDSSALFNRALTEAFENFCNKGIAGNSTAQLLADFSDKLLRKGGSEKLSDE



KMEETLEKVVKLLAFISDKDMFGEFYRKKLARRLLTDSSASQDYERSILSKLKTQCGAQFTGKMEGMLNDLQSARETQDT
FERWMEEDAANRKPPLDFSVTILTHGFWPQHKPVEFQLNDELAKCVDTFRSFYDKRMGQRKLTWIHHLGTATVVGKFETK
SIEMLMQTTQCAVLLLFGAKTELTMQNVIDLTKLPPDDAKRALYSLSCAKYKILNKSPEGKTIGPDDVFAFNEKFTDRSR
RIKIGLPPVDEKKVTIEHVEHDRRHAIDAAIVRTMKARKSLAYNQLIIEVVSQLKQKFVPEPKQIKIRVEELINKEFIER
DKENPQVFKYMA                                                                    
>Otau_XP_003078573                                                              
MSSSRRGDHSRSATGEPSTRSNDGRRSAHGAPGTARGLTIKPFKRAPTVPTEFATRARETLREAIRRVQAKEVTGVSHEA
LYRHVENLCVHRRAAEAFEDFQSGADRRAREVLRGLEGRKIEDSGVFLTKFDETWGDYCAQALTLRSIFLYLDRAQANGG
GKSSTLWDVSLRVFHEHLEGTAKSVKGKVVRGLLDLVERERMGEKIDRALAKRVLRALSALGVYQEAFENVFIEASQEFY
RKEGNEYSVQTDVSDYLKHCERRLEEEAERRSCGRASQGLIEAHIGDILDKGFVDLMRQHRLEDLRRLHSLLARMDGLAR
LCSAFVTYLKQQGTAIVKDEARDKDMVDRLLTMKTAVDEVVSKSFGRTIADGSNDIFINGVKESFESFINCRQNVPAELI
AKYIDSKLKSGSKGLSEEELERTLDKALTLFRYIVGKDVFEVFYKKELSKRLLHGKSASIDAERSMIQKLKAECGSQFTQ
HLEGMFKDIDLSREIMQSFRQTFENDPIIEMNVNVITAGCWPSYPSVDVKLPEELANLQEKFMSFYLGKHSGRKLTWQNS
EGHCVLKARFDGGMKELSVSLFQCVILMLFNDSKKLSYTEIAQKTGMEEKELKRALQSLACAKVRILNKEPKSREINDDD
SFEVNTALNERLFRIKVNSIQVKETAEENKQTMERVFQDRQQQIDAAIVRVMKTRKSLTHALLISELMAQLKFPTKASDL
KKRIESLIEREYLERDREDAQTYNYLA                                                     
>Otau_XP_003078189                                                              
MDSPHRDKSNDIRRARALEPHVSAHARASRAMGDDEAIERARAASTSAIESTDARERDGESDGRGSAALGKRRADGSTGR
ALEPFRHRVRQDPEFVESTLRALRDGTTKLLRLETSGLSFEALYGSAYALVLRKQGDALYDAIFGAVTDHLCQHVAISVA
NVAAEGDVEFLKALETGFLTHRKGTQMLVDVFNYLDRVHLPRSGKANLEPVGKLSMTLWRECVVRNPRIKRRMRSCVLDL
IRRERDGERIDRDTLRQVTDMLLGLGESVYVEEFESNVLEETRSYYKALAQKRIDIDDCPTYLKLAETRIDQERDRSEAY
MAPTTTTLLVAEVRQQLLKEMSQSLLHNTTSGMVHMLRTSQLDSLSCLYKLFSAMDDLEGIRDLMFEHIKDVGKGIVNDS
ENEKNPAQFVEELLKYKGKYDDILRVAFANSRVIESQCNQAYQYVANLNPRSPEYMSLYLDQVLRKSPKEMSQNELENIF
NRSMGLFRLFHEKDVFEGYYRLHLSRRLLNKRSASDDNELAFIARLKDECGYTFTSKMESMFSDMLTSGDLNREFHETKF
ASGTPLDASFSVLTTGVWPMRMQKSHPFLPSECEAACAAFEAFYLGRHAGRKIYWQSAMGQAEIKFTVASGEYDLITSTR
HMCVLMLFNRHNVLTTAQISQLTLMHDDELKACLQALSCVKGKNVLKRTPDGKEVLPTDTFEVNEDFSSKSSRVKISTIS
SRRENDHERASKSRQLSDDRKYQVEATIVRVMKTKKRLSHNDIVVEVTAQVKNRFMPTPADIKKYIEGLVEKDYIRRDPN
DRRLYEYVA                                                                       
>Mpus_Micpu213862                                                               
MINDRKVISLDEGWEFMQNGIVKLRNILEGEKNEENFNPEEYINLYTTIYNMCTQKPPHDYSQQLYERYREAFNEYITTK
VLPALREKQGEYMLKELVKRWDNHKIMVRWLSRFFNYLDRYYIQRHNLAQLKDVGMLCFRDLVFAEIKRTVKDAVLQLVE
KERDGEQVDRALMKNILGIFVEMGMGGMDAYENDFECHLLTNTAAFYAKKATIWIEEDSCPDYLVKAEECLRREKERVGH
YLHASSETKILKECEKEVLAQYETQLLEKEHSGAAVLLRDDKTEDLGRMYRLFKRIPAGLPPVADIFKKYVEREGVTLVK
AAEEAATQKKEAKAAGGAGKDASNAASASTEQMFVRNVIELHDKYLAYVGDCFSNDSLFHRALKEAFEVFCNKGVAGSTS
AELLATFCDNLLKKGSSEKLSDDAVEETLEKVVRLLAYISDKDLFAEFYRKKLSRRLLFDKSANDDHERSILTKLKQQCG
AQFTSKMEGMVTDLQLARDNHRPAFEKWMSEDEDKRRPKVDFQVTVLTTGFWPTYKFMELALPKEMVECVETFKDFYEAH
FVHRKLTWIYALGMCHVKAAFTAKPIELQISTFQAACLLLFNETDSLTFEEVKERLNLPNEDVIRSLHSLSCAKYKILTK
IPEGKTIDAGDVFSFNAKFTDRLRRIKVPLPPVDEKKKTVEDVDKDRRYAIDAAIVRTMKSRKVLPHQQLVLEVVQQLNR
MFKPDFKMIKKRIEDLIARDYLERDKDDANVFKYLA*                                           
>Mpus_Micpu49280                                                                
MEEWAQRAEGSGGVGNLARKVVKPASAGRKLTIKPFKEKPKLPADFEAKAWDALSGAIDAIHAKRAVAASFEELYRRVED
ACSHKLADSLYQKLRAAMKARAIAQLKALRSRSCPDPIAFLSRVDECWSDHCASTLTTRSIFLYLDRAYCAKTPGVKGVW
DLGLMLFRASLVGGDEEGGGGGGVGNASNSGVTVVEEDVGEIVRKTTRGLLASIQRERDGEAVDRARIKRLTAALVNLGL
YADHFERAFLDHSAAYYRAEGTRAAQSSDAAGFLTHCEARLAEEEDRASTYLDASTRRTLTRCVEQNLVETHVIGVLDKG
FDALCAENRIEDLRRLHALCARVDKVDKLRDAFAARAKRVGAAIVQDEENDKDMVQNLLDVKESLERIVSDAFGGSLELF
SNALKEAFESFVNSRRNRPAELIAKYVDGKLRAGSKSGHIQGKDVFEAFYKKDLAKRLLLSKSASVDAEKSMISRLKAEC
GSQFTTKLEGMFKDVETSRDIMRGFAADEKIAKELPENVDVFVHVLTAGYWPTYAPCEVKLPRELDHLQRVFSEYYLSKH
GGRRLVWQNALGHVLLRAEFPKCGVKELAVSLFQAVVLMLFNDAETMSFEELKDATGIEDKELRRTLQSLACGKANQRVL
SKTPKGKDVDDGDVFAVNDDFNERLTRIKVNSIQMKETKEDNDATNERVFQDRQYQIDAAIVRVMKTRKTLSHQARSGYT
GPHTTASAW*                                                                      
>Mpus_Micpu35295                                                                
MDLDRPTPPIFSCKDALGAPWADAVAAVATGVGGGREWTERHEARDDGGCALGAVAEAAVAKALELSVRKTVSAKAKGVF
DRRALPRLLRWLDAVPLQFLATTLGMTHGAGGPSGRTDADAAATASKLAEWRSRLEYAIHEHLGALRVSEFFDVIVEFPD
SVPAVRDLRACLRRTTLHAQLVRRLRSAMQSRLLVAGAPTADIIEQYRLTIRALRALDPSGVVLRVVSGPLKEYLRERKD
TIRCVVTMLMGGGGGGGDGDGGDDVDALLGADGDDAVEGSDDEIDRDDWEPEPVESEAASSRGRRRRAADELGHLIGIYG
SKELLVNEYRNMLAERLLSKVGYDVDREMHTLELLKLRFGESSLHKCEVMLKDVLDSKRINANVKAPPAPGTPAAADVES
SNLLRESPLDATIVSALFWPPFACEAPEFKPPPTMQSMMDAYGKRYHHLKAPRQMRWKPTLGTVVVEVMRGDIEIELSVS
PIEAAVLTQFQTKERWGMDELAAELGITKATLRRKTVVWVNRGLVAEEKAPGAVGGSETSYYVLTSGKDGGDNKFGAAAA
DDEGGGGGAVASAEDQAAAGMKVYEQYVVGMLTNFPSLPLDRIHNMLKMFVSEPPYDKSIDQLEAFLTQLVGEDKLVLEG
TQYRRRTSA*                                                                      
>Mpus_Micpu192537                                                               
MSGKARGFRIEPFKHKVELEPGYGDKIWAVLKDAIHEINHRNASGLSFEELYRNAYNMVLHRHGRTLYDGLAETIADHLK



DVASQIDATLGDGFLPELQRRWREHVKSMSMIRDIMMYMDRIYAVPNGLQPVHELGLALWRDHVARRPSIKNRVRATLVN
SVNRERRGEQIDQGLVRATCGMLMDLGEDVYVNDFEEPYVSSTKDFYRAESQTFLSSNDCRDYLLRSESRLEEEQLRVKE
YLQKRTEGAAVSCVVNELLAKPMRAVLSLGTGGVVSSLRDDKHEQLALMHKLFSHVKDGVKTLKEMMAEHVKEEGKALVL
DPEKGKDPNAYVEGLLKLKDKYDGVIKHAFGGCRSFVNALHGAFETFINMNNRSPEYISLYVDDKLRKGLKGASEDDVEV
VLDKVMILFRFLQEKDVFEKYYKHHLAKRLLGGKTTSDDAERSFIVKLKTDCGYQFTSKIEGMFNDIRISRDTMASFRTH
VEEKAKGGGGDGSVSVSTTGLSPMDAQESGGSGGGGGGGGGGGGGAGGGGAGAGAGAWTRGGGLAAHLGGVDLDVQVLTT
GSWPMTGNTGATTCTIPAQLQPACEAFKNFYLASHSGRRLYWLTSMGSADLRATFADGVKRELSVSTYAMCVLLLFNDQD
EIGYKDIATATAIPAVDLKRTLQSLACVKGRNVLRKEPMSRDVNDDDVFAFNDKFTSKLLKVKIGTVSAQKESEPEKMQT
RRRIDDDRKPQIEAAIVRIMKARRRLDHNSVVQEVTKQLSSRFIPDLADIKKHLENLIEREFIERDRNDRRLYIYMA*  
>Cmer_CMC102C                                                                   
MQSSQELPETSRSLPDAWETAVHHLQEALLERRHPTQHSTVERQQLKDALRWLVSTSQRASVPFCRYAVLFLKEFVREQV
WEALLEPVLGCTHSTCAPWNDSRKRLTGTADCDTPTSFDPAATRACIAEAAELLEQALQVMDVVAERLDPSRRLYWRGAL
SVDAQAVILQQVTQTAMRRLVRSMFVWALQDAEEQVVTGNSDELGHVPSQYDSLRAQQRHLRSEGDCAQAVPLLLADLER
QLAVLGLLDQWRDLVVVQIYESIEERAYRLARDELHEGVLDDLLAWVQKLLQPWVAVMPLDPPDAEISMREGVQSTSGSA
FERKVGYFTHETLLHARLSQLFDLIVEYPASKAPLLDIRRCLESTDALQETTQSLCSQLERRLLHPGASTSDILHHFVNT
IQSLLLVDPHGYLLARATTLVRQYLRRQCPEAMTRLVELFTSPEYAELFALNGQQQQQQQQIDHCPGPRFHAYTHLEDAS
SDDTDDSRSETDADPASSDGMFSVSGLETRGQIAHRFAQHDILHILMGVCGGRERFIAEFQFYLARKLTTVMDYEFELLV
RNLEVLKVRLGETSLNDADIMLKDISDSRRFMNFIRQEKHMELDSKQQTELVFISYLYWPLLCPEAGTHFGPPERTQSLL
APNLTGSEYFATLKSYAHHLNADLEQFIRLCQESFARQRAPRVLHWIPVAGVCDLELEFADGRHVEFTNVPLLNAMLLEL
FAEQPRWSRNALRQKLFLLEPGGDATPDAASSLPPYDALLQGALRFWSRHGILRLVDEGDFYEIVEHGGTEPNTREWQAS
PIDATQIDPIADALSAVPGPATEKIQDKDDNTEEVIGNYILGMLANFESLTLERMHQMLTMFCTDPPFRGTLGDVAACLN
RLLDAGCVRYERGLYARTG                                                             
>Cmer_CMM291C                                                                   
MTSRKTRLTIQPFKYVSMSEVTLEQAQKSWEKLEKALVRIFARDHQDLSFEELYRTAYNLVLHRYGELLYEGLERGFHYQ
AQLVRSTVQSRAHRSEVLLESLRTRWQLYKNAVRTVRDVFMYADRSFIRSTGRTPVYELGMSAFRDDVLRDQTFATQLVD
AMLDVVTRSRLGEQPPLTLLRDTLDMYIELDMYAEAFEGRFLRVSREFYTLAAARVLQTCSGRSYLQHVREWFLFEEKLA
NECLAVRTTRTALQTLLGEILLSEHLNEILDTTDTGFLQLLQSQRLEDLQMMYDLLMRIPEGVDAMRGRLAPYVREKVRA
DLVRGASALEQPLEWVARAMHLKDEFYNLLAALQMDPKFVRAVQEGFEEALNECPCAQEFLSLYIDKALRESPSISREAT
RAALEHASGLFRLLRNKDVFEQHYKVHLSRRLLRRFASNTVVPPSANDDAEQHFISKLREECGAVYTAKLEAILQDMRTS
DELNAAYRRHQEMIQLYGSRARPMLQVCVITNGIWPVAEAPTAQIPACHPELVEITQEYEKFYHERHAKRRLQWLLHQGS
AELCMRLSDEGPALSLKVTSLQMLILLLFNNAEALTVQEMLRLLQFPGLSPELMRALRALCDSRHAILVRAANGPVICNR
DVFRVNKAFQSTTLDIDLTDTDHVDENAGVERAARSSELLERDRRPEITACVMRILKRRQELEHSQLVAQVIDELHNRFV
PTVAEVKREIEALLEREYIARESDELTVYRYIP                                               
>Cmer_CMN113C                                                                   
MESNQRAPKKLIIRPLRREPKLPQEFYQESWTHLARALDQVFSPSSRRPLSYEEHYRRVEDLCLHHLAKQLYADLQREVD
GYLERVFREQLSDPVLAAMLHVAQGSAQAVEPTERPAFAPVLDVWRAFCERFRDIQAIFLYLDRTYAAESPQVPSLWEMA
LELFAKHMLAEQQRVLLPTLGAVLLEIELDRKGKQRGDCSDLRAILREMFAPLGFYRTHFEPLFFQQTRAFYVAKGTEFV
TQGTLSDYLAYFEHSTQAEAERCRLHLEPSTEKPLFAILHDVLGRHCVSVMMDRGLESLLDAVSLTDLRRLYVLLRSIDE
LWRLVPRYSDYIRVRGTQIVNDRARDHEMIERLLALLDRAEQTEREAFQADVRFHNAAQTAFEAALNTRQPTPAERLARS
FHDLLRVSSTSIPEPDIRRKIGKLLELFRYLSGKDSFLAFYKKYLAQRLLFDLTASTACEQYVVELLRAECGAVYVNHLV
NMLKDMDLSQDLLQEYRMGPGSGSSRLPSFTCKVITQAYWNSSESFLLQVPPGLESQQRSFHRFYHARFSGRRLIWEPSL
SSAELRVQFANGEKVLHVTLSQAVVLLLFNERDAWTLAELQQQTGIADSAELERILDSLSSSQCPVLIRERGAEAASSGP
VTAPARYRFNADLQTSRRRLRLLDIALLERPPEQVPSGPVASPDRQHQIDAAIVRLLKKQKSLSHADLVQQLGAELCFGP
SVSDVKQRVESLLQREYIGRDERDPNLYHYVS                                                
>Cmer_CMT046C                                                                   
MAALTTPPASRHAVSTAPFHETREAELVGEESAPPGSPVSSGGGDLADDFEPSRSLAETRQSALTRPTIHTVHVPAPRGI
LSASVWMELYRTVLLLCTKPGPCAVKRALYEQVEREMGAFCTSKILPDMERRIPTREGANRAMSAMLSYAPSGCSPMREL
EEARSGRSALRAGRARTSMDTQSSHFSHSKSTVGDSDRDQFPVSHQSMEEGSLQGIELMDMASDDVSDTSEENNGAGASI
TSIEELLHAFCAWWMAYQHLVQFVCKIFSYLDRCYTDKENGPPPLEHLGRILFRTKVLDKMRDVLRTAILTLIARDRSGE
VVDRALIHSAVVVFTATDWVSYYTDEIETPYLAAFQTHYAEASERWLRDCSFPEYMREAEAALRQEIAIAQAVLHPSSMD
RVKDAIENVILLAHEEKLLAAETSGFVALLSQRQFDDLKRVYWLYSGKWIHELCGQPMDGNGGLARSNASGRLVPESQAH
QERALRPIAQQFARCAEAEGAALFAHYDAITTEMNPNGDSVGYEDSDRSVARKRHADGSEKQETGPMSSALSCVLSPKFD
APYASCGPEAEISPTEQAGMWLVRELVNLHETYQLVLRTCFENHEVFSQHFRMAFESILNNPRDMSMIPKLLASYVDRVL
QRIYMIEPPGADLSGHLRVIVQLLEYVYDKDVFADLYQFLLCRRLIFDLSIARDLEITFVEELKAVIGPLFTARVEGMLR
DMRTSLRFQERFNQWNAILDNRERQRSTGAVTLEHATPSHTPVFQAILTTTSIWPSFPSDDDLRLPPALASCLTEYECFY
AHQTQYRQLRWIHVLSKGLVECTRAAFPYMTRYDQVELELNTYQLCMLLLFEDRNEMTFEQICDALNIQAPEILDLFKRC
VLSLCNKKHCLFIKSPAGAELRPTDTLQLNRYFDPQQRRLSFAYLADGFKREECQATRQNGHDDQVPLLEATIVRIMKMH
RQFAHQKLVAGVQNALSTRFTPDVHSIKERIESLIAREYLERDPQDPSLYHYLA                          
>Cpar_1137Contig11716                                                           
MENSGLVAMLKDDKIELARMYDLFRRGLNTMRDVLGTHLRAVGKAVVTDEERLKDPVAFVTSLLELKDKHDRVIQQAFGN
DKSFQNTLNQAFEHFINLNNRSPEYISLYVDDKLRKGLKGVSEEEVETTLDKVMMLFRYLQEKDVFDKYYKQHLAKRLLT
GRSTECGYQFTSKLEGMFNDMRLSHDAMDQFQAHRANASAQGQGDLLQGVELQCTLPQEIVRCCEEFAKFYHTAHTGRRL



TWQTNMGTADLRAYFDTKRHELTVNTYQMCILLLFNSAERLSYGEIKQATGIQPADLKRNLQSLACAKYRVLNKEPKGKD
VAETDSFSFNGGFQCKLFRVKIGTVDEDRKPQIEAAIVRVMKSRKTMEHSALVAEVTKQLQARFLPNPTIIKKRIESLIE
REFLERAGEGGRTYRYLA*                                                             
>Cpar_1991Contig13428                                                           
MSTTKKAKFVIAPFKQQVKIDPNFAEKTWATLKEAIEIFKHNASGLSFEELYRKAYNLVLHKYGEMLYDGLYKTVREQLN
TVQVELANCNDDRLLTDLNKKWQDHKLSMTMIRDILMYMDRTYVMTQKKTPVYELGLEVFRDVVTRAERIQSRVLHLILS
LIHKERTMEMVDRPLLKQVMQMFVELGRETVYVEDFESYFLAESCNFYQIESQQFIASNSCPDYLKKPARRSRHGGAERA
EARIKEETARVAHYLDPSTEPKIRNTVETELIAKHMRHLVEMENSGLVAMLKDDKIE                       
>Cpar_13013Contig6938                                                           
MTLLHTRPVSFDSTWAKVEGAVFGVDLARGRGLSQSDWMRMYGDVYKLCTSPGKPDAVFFRLKHALQQHVQGIQRVRKRQ
AVLRRLIAGSLHVGGGELIDEYLQRWNEFADVWGSLQHLFSYLDRYWIRQNTDDMAPEPPSAGGICPVHGLAMSTWKESL
FDKVKGHLFKRAMELIGRDRRGEAVNLSCVRALVDSYNLGTFVGAGLGVYREDLERGFLEETRAWYLSESQRVLSSASVD
EYVLRAEEWLQREERRAQLVLDASSQLEVKRACEQGLITPHKEIIYGEADRLLEENRVALRKLFL               
>Cpar_25964Contig52765                                                          
MHGAATSSGGKRKSATAAATASTGAPSAAVSKRIKPDEMEDGSSGSGTSPVGGMSTGSSNLSRKKTPAPAPVKKMVIKPF
KKPKLPEQFEAETWEKLKGAVAAVHTKQPVSCSLEELYRAVEDLCLHKMAENLYKQLQAECESFAEKKLKELLKYPCNCE
RLPSVLADERSLLDPRRTQTPDHVVFLAQVESAWQDHCNQMLTIRSIFLYLDRTYVIQTANLFRKYLTQHKEVEEKTIQG
LLALIEKERCGEVVDRPLLKNLLRMLSSLQARAPAPCARWIRAA*                                   
>Cpar_25965Contig52765                                                          
MYADCFEKVFLEETNAFYRSEGERFKSQTDVPDYLKHVETRLKEENERVNNYLDASTKKPLIQALEKQLLTSHVEHILTA
FDGLMDETRKEDLRRMYTLLKSVMSVEELKKTWHKYIRTTGLKMVEDEQKDKQMDAFESFINTRQNKPAELIKFIDGLLR
AGNKGQSEEELESAMDKVMTLFRFIQGKDVFEAFYKKDLAKRLLLGKSASTDAEKSMISKLKNECGSTFTNKLEGMFKDI
DLSKDIMGTFRQSSRHAELLGDIELHVSVLTTGSWPPYTADKVNLPQELGKVQEVFSQFYLAKHSGRRLHWQNSLGHCVL
KAWFPLGKKELSVSLFQAVVLMLFNDTDSIGFQEIKEASGIDKELRRTLQSLACAKIRGKDVADEDVFQFNAQFQQKLFR
IKINSIQMKETQEESASTNERVDAAIARKTLAHNQLLTELLPQLKFPVKPADCKKRIESLIEREYLERSKDNPQARRFSS
FPAVYNYLA*                                                                      
>Cpar_28677Contig58946                                                          
MLAERLLLAPSYETHRELANVELLKLRFGEAPLHSCDIMLKDVLDSRRVNASIHHDFKATEAAPPPHLDATIISAEFWPP
VQSQD                                                                           
>Cpar_29415Contig7137                                                           
MSHASKRAKGTNMPSTTNIEEDWNKIKNGGIVKLQEVVDSGFTATLTSAEFMALYTLVYNLCAKPGEEGKKNSQELYDRY
KEAVNAYLVERVLPAVRDKHDSYLLEEFVKRWDNHKVMVKWYLKFFAYLDRFHIPREKLKPLNDLTHLFHETVFDAVKKD
VRLVLLGMVRKERDGERVDRTLMKNTIQIFVDMDANNMSTYASDFEEAFLQETAEFYSRESARWIEECSCPEYMRKAEAC
LEEEKGRIGHYLNQSSETKLMKVCEDQLLERTEEKLLEMENSGCEALLRDNKTDLSRMFRLFSRLQSGLQPIARIFKKHI
SDEGLALVESQQNSEDTQYIMKLIAMHDKYNGLVNKCFASNPAFIVFVNKEGVGKKSTAELLASFCDNMLKKGTEKARPS
PAGRRRWPR*                                                                      
>Cpar_29417Contig7137                                                           
MQKSISQDIEKSMISKLKTCGSQFTNKLEVMLRDLDLSKDITTNFRQHAKNQAKAGDVELNVQVLTTGFWPNLGEFQEMF
KTYYLGKHSGRKLTWHYAWSICMLKANYPKGRRELQVSLYQAVILLLFNDTDTLSLKDLSEQTGMEKELKRNMIGMTMSK
VKLLNKSPNTKELKDDDVFSFNTEFTAKMYRIKVNSIQMKETQEENQQTNKRVFQDRQYQARLAMRPCAALGIDAAIVRI
MKTRKTLSHTLLVSEIYNQLKFPFKPADIKKRIESLIEREYLQRDKDNPQVYIYMP*                       
>Esil_CBN77335                                                                  
MLADKLVGNLSYDTDKEVQNLELLKLRFGETSMHHCEIMVRDLEESKRVNANVQDRLAQRQTGEAQKEDARQHFWPHLLG
EDMRLHPRMQDRLAAFGKAYSVIKNPRLLVWKKQLGVVELNLDFNGVERSFSVSPLHATLIMHFEGKAETWRLSDLAREV
ELPPSVVQKRMMLWVNQGVVSESNPGPVYRLVKDQTQNRSGGEGMESMVLEDNTEAAVSADANDAESDKIIVQFLTGMLT
NFSKLPLDRIHNNLKMFMSGGDNKYDKSLPELQQLLWRLCSDGKLEHADGEYRLVK                        
>Esil_CBJ32430                                                                  
MAREAQKIISLEDGWCNNIKPNAINVLEDHLNRGFDKRTSQLFTPKDFMSTYTTCYDMCTQRSPYNWSEQLYDRHGETIS
QYLSGTVVNALREQHGEFLLKELVRRWSNHKIMNQWMQKFFQYLDRYYVKHHSLPSLKEAGLKHFKTLVYDVVKSTVVNA
MLDVINKEREGTIIDRPLIGSCVELFESMGMGTLDSYVADLEEALLANTKDHYARKSQEWIETDSTPDYMIKAENALEAE
KLRVANYLNPSTEAKLLRVCDDEMLEKREKILLEKEGSGCKVLLANDKSDDLSRMYRLFNRLPKGLEPMAEIIKDHITEM
GNEIIKRREAKIEGGEKDTNQDPNFVKELLALHDKYMAVVNDQFAGNSLLQKALKEAFVDFVNRDVGKFKNADLMCSFCD
RILKTGGEKLGDAEVEEYLAKVVQLFSYLTDKDLFAEIYRNQLARRLLNSRSASDDMERLMIGKLKLKCGSQFTSKMEGM
MNDLAIGGDHEAAFSAYLKDGQETRKIDVAKIDFNVQVLTTGYWPAYKPMEVTLPSTMKKCTEVFKKYYAETTSKRRLGW
SHTLGNVTIRAKYQKSYDLQVTTLQAAIVRIMKARKTIGHPQLVAEVLSQLSFFRPNPKVIKARIHGLIEREYLERDASQ
ANHYNYLA                                                                        
>Esil_CBJ31794                                                                  
MTLLTPEPIDFDDTWVLLESSLITILQDLGQGFPNDLWISLYTGVYKLCTKPMDPQHSKLYARLKETLELYVAGVLKGLL
AFDNATAHSYTELLVRYRTSFHNYSVGMHYGSDWFKYLDRHWINTNHCETGVSPKEGVYFVREMSLMVWKERVFEALKER
LRHNTMKVINAARERNLSNLDDNDAVRSLLKTYETLGFEKRDRSHLFQTELEDFLVTDTGRYYSRRGSDLLQHMSVPRYL
QEVERYLQEEASRCESFVGSYSARRILVAAQEALIKAHSSRLVEEARGMLSASPEKRVDLRRLFTLISYLEDGETRGGGG
AVENNAMKALEEVVRDHVRSVGLTVVKDLQAKGAMDVSDDEAGVRDNDLLPAGGGKAAVVTSDDVVAAMLEVYEHYKGLM



ADSFDSSPGFRAVLDEACKSFVNAVPQASEWLARYAHCLLDKGFKESKVDEGTRQESLDHVGFLFAYIADKDIFHKYYSK
LLSKRIIQLTSVSDEAEERMLKNMRKISGFEYTSKLQRMFVDKTLSRDLHTGYVEWQVRGGGIGGGGGGGRGGGGGWGGG
GLGAGAEGEGGFVYPAGLVQLPMHFEAFTFVLTAGCWPLQSVSSSFKPPAPIEDYVVSFLDFYSEVHSGRKLEWLYHLGH
GEMVTHCFDKTYRIYSSTFQMGLLHQFNDSTEIAVSELARGINVSDTEIVRHLFPLIKAGLLRLHGADGADLKPTSCDDI
PPGARARLNASFSHKRTRVKINIVDHSRQPLKEAKPSTEIIQDRKMSVQAAISRVMKIRKEASHRDLVVQVREQLRHLFD
VDPPFVKRNIEDLINKDYLHRLEGREPGKEGYKYVA                                            
>Esil_CBJ49233                                                                  
MSQSKGKFVIKPPKPRNHMDERAALVIWDLLSTAIGEIHNKNASSLSFEELYRNAYNLVLHKHGDLLYAGVRESVQAHLD
EVGEIIATATDDRLLHDLSQQWGDHQVTMQMVRDILMYMDRTYVSFNKKMPVYEMGLVVFRDTVARHDKVKGRLQSLLLQ
NIADERASRLIDRDLMKTSLSMLSGLGVDGVAVYEEDFENEFLATTRAFYRAESQEFIARNTCPAYMKKAEDRLGEEAAR
SINYLAAGTEPKLKHIVETELIRNHAKVLVEMENSGCTSMFRDDKIEDLRRMYDLFSRVPVTLDDLRRSMCEYVKATGKA
LVTDQESAKDPVAFVQGLLSLRGKYDSIVNDAFRGEKRSQKRLKEAFEDFINTDSRCASYLATYIDDLLKSGLRGMAEDQ
AEAMLEKVIVIFRYLQDKDVFENFYKTHLSKRLLGGRSVSDEMEKNMIVKLKNECGYQFTSKLEGMFTDMKISKDVMEEY
RKTGRHTNHGMELVVEMLTTGYWPAQSGPKCRLPKQVLRCCEDFEEFYLKKHTGRKVTWHTSQGNADLKSTFGKNRHDLN
VSTQQMCILLLFNSADTLSYADIQEATQIGDPELKRHLISLCTPKFRILRKASKVKGKGISGPGDTFSFNADFTSKLKRV
RIPLVSIKDSASGPAASASLPPAVEEDRRHLTEAAVVRIMKARKSLRHNDLVAEVTRQLSSRFVPSPTVIKSRIESLIDR
EYLERDRNDRRAYNYLA                                                               
>Esil_CBJ49182                                                                  
MMGKQGRGSFSSGKAAGSSTGVKKKKMVIKPFKVQPKLPEQFEDSTWEMLQRAVVAIQTKQPIDTSREELYRAVEDLCVH
KMGANLYDRLRDECGSHTRREMESLVGQTPDCNAFLQLVDRNWQDHCSSMLTLRNVFLYLDRSFVLQAPNLRSIWDMGLE
HFRNHFQALEEVEAKTVAGILTLIERERTGVDVNRPLLRSLLRMLSALQVYEELFEGRFLRETEEFYAAEGVRYMATADV
PHFLQHVEERLQQEADRASLYLDSSTRKLLVTTAESQLLKPHTQALLERGFGSLMDSQRLPELKVMYQLFQRVQALDELK
AAMTAYVQSKGLYIVHDKDNDKQMISNLLAFRAKLDECINTACDGNESYRYKLKEAWEAFLNARHNRPAELMAKFLDVKL
KGEKGTSDDEVEAVLERVMVLFRYLQGKDVFEAFYKKDLAKRLLLGKSSSFDLERSMISKLKTECGSAFTSKLEGMFKDI
DLSRDLMTTYSHHLKTKLHDRTVFKLDKSREMDLHVQVLTTGYWPGYPAMEVGMPDEMKEHVECFRCYYQNKYQGRRLVW
QPVLGQCVLKVAFPKGRKELAVSQLQTLVLWCFSTDDEVSFAEVKAKTAIEDGELRRTLQSLACGKVRVLHKEPRGREVN
DGDNFLFNKDFTAKLHRIRINSIQLKETSEENEKTHEAVFRDRQYQVDAAIVRIMKARKNLAHTMLMSELFSQVKFPATP
VDLKKRIESLIERDYLERDPNKPGDYRYLA                                                  
>Esil_CBJ29134                                                                  
MLEKREKILLEKAGSGCKVLLANDKSDDLSRTYRLFNRLPKGLEPMAEIIKDHITEMRNEIIKRPGAKIEGGEKDINQDP
NFVKELLALHGKYMAVVNDQFVGNSLLQKALAFVGFVNRDVGKFKNADLMCSFCDRIMKTGGEKLGDVEEYLAKVVQLFS
YLADKDLFAKIYRNQLARRLLNSRSASDDMERLMIGKLKLKCGSQFTFKMEGMMNDLAIGGDHEAAFSAYLKDGQETRKI
DVAKIDFNVQVLTTDYWPAYKPMEVTPPSTMKEVHRGLQEVLRRDHVTFKRRLGWSHTLGNVTIRAKYQKSYDLQVTTLQ
ACYLMVFSKETNTLVLGEVSQRLHLPDDTVKRILHSLSCGKCKVLKREGQGGRIKATDKFAFNASVNCPLRKFRIPMASL
EESHNPKRVEEDRGIAIEAAIVRIMKARKTIGHPQLVAEVLSQLSFFSPNPKVIKARIHGLIEREYLERDASQVNHYNYL
A                                                                               
>Esil_CBJ29133                                                                  
MPRKLLSRPTVPLLVLGIWILPPRHEYLSGTVVNALREQHGEFLLKELVRRWSNHKIMNQWMQKFFQYLDRYYVKHHSLP
SLKEAGLKHFKTLVYDAVKSTVVNAMLDVINKEREGTIIDRPLIGSCVELFESMGMATLD                    
>Ngad_01071                                                                     
MLDLYSHYLTLVRVTFKDDSRFAKAFKTACEHFINALPNMSESLAIHAHYFLDKNCPESRMENVDVALDSIVLLFNFIQD
KDLFHRSYARLLAARIISFSSVSDEAERRMMKHLMQVCGFQYAMTFQRMFMDKTLSFELSCEFAEWEREHRAQQQRLLLM
RKKQLAEGRGVCLEGGDEVGGADGVTGLEEGGRGGAGGAGGAIGEVGRGGHGRRKSDSAIEFVETESGHVTPRSVSPKLS
HGMRFIGLHDSSPLQVLLSKRVFADKVKKYKERGLVSTPASSALAPKGDLPHPSSASPQAAAQGGGGTIGTYSVMSGRTP
SYHRGNTFFFGDDDMNSPGTAGAGGGGGGSGGAGFSWSHSVLDAPNAKKGIRQTSGAGGEAEVEFFVFILTGGSWPYPST
GQLVQLPAPLMRCVESFSTFYDAKYKRRRLTWLHELGHGEVLFRCPASDRSYTLLVSTSQICILLLFNSRSAWSVEELQR
ALDLDLGELVLCLYPLLRSQVLTCRPEVAVASKLTKHHTVVVNEGLSRRGCRLAVPRKCDEAELPSALDSPRSMDPARIS
PTLLNERKSAIEARVVHLMKKAGSMRHDKLIEAVLQHTRQMNFLPPVDFICEVIRADIEKDFLELAEDGPNPLYRYLA  
>Ngad_03094                                                                     
MATNKKFVIKPYKQHAQMDRQRATTVWGELSGAIDEIFRKNASNLSFEHLYRNAYNLVLHKHAEILYQGVQNSVQTYLNT
VSTFVANASDERLLEEINLRWGEHQVTMSMVRDILMYMDRTYVPQHNKTKVYDLGLRIFRDAIARHPQVKDRLRSLLLGS
IRAEREGQLVDRSLLRSTLSMLMELGIEGTAVYEEDFEREFLRTTRAFYRAESLDVISKNTCPVYMRKAEQRLLEEQERV
AQYLDRSTDPKLRAILEEELVKAHASSLIEMEGSGCRAMFRDAKTEDLERMYLLFARVPSTLEELRGAMAEYVKSAGREL
VADQERVREPVVFVKGLLDMRDKFDRIVSDAFQGEKAAQKKLQEAFEDFINMDTRCAHYLALYVDDLLKVGLKGMTEEEA
DVALSKFIVIFKFLQDKDVFENYYKQHLSKRLLGGRSVNDEFEKQMIVKLKTECGYHFTSKLEGMFNDMRLSKDAMEEFR
KAGVSRVGGVELEVNMLTMGYWPSQALTTCNLPPEIKACCQVFQNFYLNKHSGRKVTWQAGMGSADIRATFGNGRKHELN
VHTYSMCILMLFNAADTLTLEDIQKATQIPENELRRNLISLCTNKHRILRKASKGKGVTDNDRFTFNANFTSKLRRIKVP
LVSMKEAVVDGRAGEGEGGGGGLGPGGERLVNGIPAAVEEDRRHLVEAAIVRIMKARRKLGHNELIAEVTRQLSMRFPAS
PPFIKNRIESLIERDYLERGANDRKTYAYLA                                                 
>Ngad_04210                                                                     
MSAAASSSQSRPAGLVMSSRNATVQGNNRGNNGAAGGSNKKMVIRPFKVQPKLPENFEDATWEVLRQAVVAVQSKTAVAI
SYEELYRAVENLCVHKMGARLYDRLRMECARHVAAVVGTLASGGVEGFMDPALFLAKVDDVWQDHCEHMLTIRNIFLYMD



RSFVMQTSALQPIWDMGLTLFRLELAAQGRGLQRPGAAGGVQAAAAGAGEGGVAGNTGLDIKIVKGMLRVMERQRNGEAV
NLALLRSLVRMLGSLGLYKPLFLRAFLEDTERYFAVEGTKKMESLDVVAFLLHVERRLGEAEESVVHYLEPGTRKALITA
VESRLLAPHVTALIDKGLTPLMDAQRVEDVRRLYQLACRKPGGAEELKAAFNAYIRRRGGELVGDDAREKEMIEDLLAFK
DKCDVILSEALGGRSNPACLAAMKDGFEFALNVRPSRPAELLAKFLDAKLKGEKGVSEGEMEGLLDRIMVLFRYVGSKDV
FEAFYKKDLAKRLLLGRSASADLERSMVAKLKAECGATFTNKFEGMFKDMDLSRELMGNYAQFLGTTAAGEKAGGREVET
SVHVLTTGYWPAYPSSDVVVPPVLEPHMARFSAYYTGKYQGRRLVWQHSLGTCVIKARFPLGTKELSVSFFQAIVLLCFN
DGESPRVAFTDIKAATRIEDGELRRTLQSLACGKINQRVLQKEPKGKDVEDNDVFSLNAGFTHKLYRIKINTIQLKETVE
ENDKTHAEVHRDRQYQIDAAIVRIMKARKKLSHNLLLSELFGQLKFSVVPVDVKRRVESLIERDYLCRDDINPSVYNYVA
>Ngad_30764                                                                     
MSSRITRSSSGGGVSSPPSVSFSERAGVAGPLEASPVGPRCAGGSNSTLAIRFQIQDKEQVDALWERVRIEVLDPLEAAL
ANFDPRATEVVRKKYYEVYSSVYHVVNDPNRDDLDRHPLILAKHLETLTSYLERVTLPSLAAAHDGYLLRAVGEQWGRYV
VLNNWLHKLLIFVERSYLGRQPGKMGLKERGLRQFSKIVFSRSGQGRLLPLVLAIDNVVTRWRSQGEGDNGGGAGGRTGP
TVDADEKEACRACVELLVETGVTTELKDRLLASARKYFAGRAALWMGGLGGPEEGGREDASRVGWYMRRVETALLHEEGL
LREFDLSRALGEESLVVAVQELVQAHGESVVTREVGGCAWLLRQRRYEELGLMYRLFRREMLTVAAAQAAASAAAAVAVK
EMSAQAAAAAAAALGGPSRGHDTPPSTPPSVSYASRTSSTPHAPPPHPSFSPASPELASLSTLSLAPGPLTPADPSASAS
PPSLVPTHSSSSEHPLLDRMGVILEAHVISLGEALQEDRNARLAKDRRLEAHDPLYIEALLEMHAEYVELTTSVLGAHRV
FKSRLHAAFVAILNDQTSKPTASSASRHLPRQARTQGSRPLGGNLSLRGQEEKPRLITSACDRLLRVGGTREEAKVKEIL
GLVLYLRDKDFFEGCYRTELMRRLLAHRYEEGAEKSAIARLRVEHGVHYAQHSQRMLNETATSKELVHSFLHSYPPALAL
RRESCVDFSVTVMAQGGWPVPAAFAQFSCRPPPVLVSYMECFSSFYLGLDIGRGKKLDWVLREGLLVVQATYPSSSGGSR
RFEVSSNPHMLLPLLAFSIDESKSLSLAALQERTGMTKGNLDIVLGELRKAGFLRMETRKGGREGGGEG           
>Aano_F0YHJ9                                                                    
MSTKGKFVIKPFRPHCQMDAEQAQRIWAQLRLAVSEIYNKNASVLSFEELYRNAYNLVLHKHGDLLYDGVQETVEMRLRS
VAEAVASSPDEQLLSQICEQWKEHQVTMVMVRDILMYMDRTYVPQNKKMAVYDVGLRAFRETITRHDHVRDRLRCVLLEN
VRIERAGRLIDQTGMRCALYMLADLGIESSSVYEEDFECFFLEETRSFYRNESRAFLAANTCPDYLKKVESRLNEEQDRV
PNYLHASTRPKLEHIVESELISAHAASLINSRDGGFMSLLDMSEDRMSDLARMYALFSRVPATLDLLRGALFEHVYDAGR
RLVDTAVEMPVDFLEGLLLLRSKYDAVVTLAFRGETAAQKRLKEAFEQFLNADARCASCLVIYVDELMRRGFKGATERDV
ERQLDQVILIFRYLNDKDVFEAYYKQHLAKRLLHARSMPSDAERSMLAKLKSECGYQFTTKLEGMFTDIRFSKDAMDKYR
AHTTRTSPGSEVHAVVRPTILALDLDVTTLTAGYWPMQATNTCRLPAAAQAVCEPFESFYLKQHTGRKLTWLTSTGSAEI
RATFSQAAKHELTVSTYMMCILVLFNDLDHGAEITFAALAAQTKIPRNELKRHVVSLCTPKHRILLKKSKGKGVSDDDAF
KVNIKYSSKLKRVRVPLVAMKEAGAHPDSSDKVPAAVEEDRRHLCEATVVRIMKARKHAKHNDLIAEVTRQLSQRFFPQP
QFIKKCIESLLEREYLERDASDSKMYIYMA                                                  
>Aano_F0YKY7                                                                    
MCSNAGTCDHSKALYDRTKSEIENVLQNHVVPELKKNLTDGGHMILSRFSHHWENHKVFVKWMQQLFRHLDNGYVANSSI
STITSVGLKLFFDIVFDRFKGEICDSLINAIDKERDGADIDPQLLRSCVEVFPVMGLCSKCTDLKTVQSVLNTQPDLTVY
EADFETLLLERTSDYYARKSIDWLGAKSTPSYLRKAEAALDSERERVSRYLHMSSQQKLLGTCERELLQKHKEVLIEREQ
SGLIALLAEDRAEDLKRMFDLFRRISDGLTPMATTTKKFVQIQGGKLLQQRRDLVQALKSEGKKVTADDPSMINCLLALH
AKMSTLVFDLFDGENQFQRALKEAFQDVINTDATPDISNVEMLVMHTDRVLSGKVRLAEEEVESCLEQIIQLFQFLSDKD
LYAELYREQLAKRLLSRRSTAIHTEKSMIVKMKTQQGAPFTTKLEGMVNDFTLGKELDQTWSSHLNKLRVEGLPADQLKM
NFSVQVLTQGFWPSQKQRELQLSREMSNAQSMFDKWYKERHSHRILSWIYALGDVIVKGGFSDRSYDMTMTAFQAMALLG
LSSRTDAMSFHEIRDQMAIDETTGKRVLHSLSCGKYRLLKKTGHPRTINCLMDSFHSNASFSSKLKRFLVQMSALDGEGK
KKVDVEIQQQRGFSIDATIVRILKARKRLSHQELVGEVIHQVQNFAPESKLIRQRVEGLIERERAPLSQALVECSSFLAF
AQVLKKR                                                                         
>Aano_F0YL58                                                                    
MSACGAKRAAASFWCNCGLSIETSKQRKSNSLAHRIVRATETARTSLQRLSASSGDRKTLATCDYFAALIFAHAPNEFII
CIEDMIEDSLTEVHDSFFSGDDLSDLGSAMQPISSKVFVSFWNSIQELQWCHFFDETVHKVFYRGIERCVFGLCSAKYDS
PMTEILDRWKELVLLPWLRVIEGRRLEGQCKCAKGRGIESLTGLVNLVIDENYVRARINELYDIIADFPESMCAVNELRA
TLSRTQQHQLLARSLRSTLQRRLLHSGANSSQIIDVYISTIKVLRILDPRDILLDVVARPVRVYLQRRKDTVRCIVANLT
DELSGELYEELHRIDAPQVDYVGDSEDEIAEAGIDWAPRSNKSRLANSSSVGDILSMLISIYGTKEIFVNEYRFMLADKL
IAKTGLYETARELKNLELLKFRFGDASLHHCEIMLRDVEDSKRLNKHVSSEFLQATVVSQVFWPPLSDDVITIHPRMAGQ
VDLSLRSFAEMYNALKAPRKLVWKKQVGLARLKLDFDAGISKVFDVSLIHATIIMHFHDCDMNTLQDLVAATSIPESLMQ
KKIAFWINHGVIEEIAPRVYAISSQYFNTDLSNFNPATLDEEHLYTSTHSARSVPDDHGLCSQYILGLLTNLGLLPFLRI
HDLLRVLMSRDNISSRRLSRVLEQMCIRHEIEYSRGLYKLTRRDSA                                  
>Aano_F0YNZ8                                                                    
MLERGEGDNSTILPRFHSDGGLGGRPARITQNALYCVLCTSHGWGKIKLNGIDVLLEVLRGNAMETQPFGNKGYVSLYTI
SYRMCSNAGSCDHSKALYDRSKAEMEKVLRSHVLPELQRLKGISTTAKGGEYLLRRFSHHWTCHKIFLKWMQQLFRHLDN
GYVANSSIATLTSVGLELFHNIIFSEFKREVRDSLVHVIERERDNKCIDPELIRTCVSVFPTMGLCSKTSDLRTIQSALL
MQPDLDIYETDFESYLLKRTSDYYARQSRQWLEVDSIPIYLKKTELALKHELGRVRSYLHSSSESKLLTVCEYELLQTHK
DALVDRENSGMIVLLAQDQNDDLMRMFNLFRRIPQGLVPMASTFKKFVLAQGTCVLKERLNEQEQTNGERKRPSSDDPLT
VEKLLSMHRKMKTMVAELFGQDNRFQRALKEALQDVINTDLSRGLSNVEMLVMYTDRVLSGKLKLCEEDLEKILDELLDL
FLFISDKDLYSELYREHLAKRLLSKKCTLLHVEKSLIVKMKTQQGEDLERVWRAHQNAGRGEKSSGDVHGKLEFSVQVLT
QGFWPTQRYRELHLSREMIIAKMAFDGWYRDRHSHRILSWIYALGDVTIKGIFGARTYDINMITFQAMVLLHFSEFGGQI
TFDEYKVLKKSGNSRTINSTVDQFYADPLFTSKLKRFCIQMSSLDGETKKKVDQEVIQQRSYNIDATCVSPFPYEIRLAH



QELMGEVIHQIQHFKPDSKLVRQRIEGLIEREYLQRDTNDPKMYVYLP                                
>Aano_F0XVV7                                                                    
MLSPKIIALEEGWNNEIKAKAIDVLEEMLNNGFDQKSQRLFAPKEYVQTYTTCYNMCTQRSPYNWSEQLYQRHGETICDY
LTKTVLPALRHQHNDFLLTELTKRWANHKIMNKWMRLFFMYLDRYYVKHHSLPTLDVAGLKHFKTLVYNEVKKDVVNAMI
GLIDAERDEKLIDRGLVKNCVELLEAMGMGSLDAYVTDFEDQLLGSTKEYYARKSQEWVETDDTPTYLAKAEVALDAEKA
RVAHYLNSASEPKLLRVCEHEILELRETVLLEKEGSGCRALLANDKAADLSRMYRLFSRVPNGLPPMAALVRAHIEAMGN
EVINRREARLEAGEKDSNQDPAFVKELLALHDKYMAVVSAQFAGNALFQKALKEAFVEFTNRDVGKFTNAELMSSFCDRI
LKSGGEKLSDEDVESYLEKTVQLFSYLTDKDLFAEIYRNQLAKRLLNQRSASDDAERLMIGKLKLRCGSQFTGKMEGMLN
DLAIGVDHQSDFDQTVKEDKSKSLGKLDFAVQVLTTGYWPSFAAIDAHLPPEIVQCTRVFKDYYDTKNSKRRLTWMFSLG
NASVKGAFGKKSYDFQVSTLQAIALLAFNADGDGAAPSLAYDAVRERINLPDEHLKRVLHSLACGKYKVITKTPAGNTIK
NTDAFKVNADFKCQMRKIRVPMANLDESHNPKRVEEDRTVAIEAAIVRIMKARKTLSHQQLLAEVLSQLAFFRPNPKVIK
RRIEALIDREYLERDPDVANSYRYLA                                                      
>Aano_F0YK28                                                                    
MPSDAERSMLAKLKSECGYQFTTKLEGMFTDIRFSKDAMDNPGSEVHAVVRPTILAVDLDVTTLTAGYWPMQATNTCRLP
AAAQAVCEPFESFYLKQHTGRKLTWLTSTGSAEIRATFSQAAKHELTVSTYMMCILVLFNDLDHGAEITFAALAAQTQIP
RNELKRHVVSLCTPKHRVLLKKSKGKGVSDDDAFKVNIKYSSKLKRVRVPLVAMKEAGAHPDSSDKVPAAVEEDRRHLCE
ATVVRIMKARKHAKHNDLIAEVTRQLSQRFFPQPQFIKKCIESLLEREYLERDASDSKMYIYMA                
>Aano_F0YK27                                                                    
MSTKGKFVIKPFRPHCQMDAEQAQRIWAQLRLAVSEIYNKNASVLSFEELYRNAYNLVLHKHGDLLYDGVQETVEMRLRS
ARPRCVCTLYEQLLSQICEQWKEHQVTMVMVRDILMYMDRTRGAPGYVPQNKKMAVYDVGLRAFRETITRHDHVRDRLRC
VLLENVRIERAGRLIDQTGMRCALYMLADLGIESSSVYEEDFEC                                    
>Ptri_XP_002182902                                                              
MADSKKRFNIRPFRTHQPMDRADANATWEILEHAMDEIANRNASQLSFEELYRAAYNLVLHKHGALLYEGVTEKLNAILL
QSVETLAAQPNETLLETMATVWNEHMITMTMIRDILMYMDRTYVIQQRRRVVYELGLHLFRITVWEHPAVGPRVMELTLD
LINLQRIGKIPDDRDARLQNVVRMLLELGRADFQANVYHEFETAFLSTTLEFYQQESLSFLSNNTAIDYAAKAASRLEAE
ARRAKTLQLPVTTEGPLMTTLETEWIQRHSRVLVDMEPSGFSAMLQDDTKVQSLRDMYDLFVRVPSSVDHLREALAARIK
QDGAALVQDQEKGASDPSAFCRGVLVMKAKYDRIVNEAFRDEKKAQKRMKESFEDFLNQDARAASCLATYVDELLRVGLR
GATEVQILDSLNQAIVIFRFLSDKDVFESFYKQQLAKRLLGGRSVSDDAERSMVSLLKAECGYQFTTKLEGMFNDMRISR
ETRDKYKSFKRQEGEKNMVDIEVDVLTTGYWPSQNVPPCTLPVPIQESIDRFSKFYLDKHTGRKLKWQTNTGAAELKVTF
GTGPDKYRRHELCVSTYQMCILLLFNDKETLTLAQIRQQTQIPDQELRRHLISLCTPKNRILKKGSKGRGIISDEDTFTY
NMDFTSKLKRVRIPLVKEASMVRPETAAGLIGADGKDAHVAPGSVPVSVEEDRRHLVEAAIVRIMKARKALNHNDLIAEV
TRQLTNRFQPTPQFIKKRIESLIDREYLERSEREHRVYNYVA                                      
>Ptri_XP_002178608                                                              
MPRNKSLLKGGHTSRKIVIRPYSKPPTLPENYYDDTVRSLLQSISEASSHRTFTGTAPSPNSTGVSLQNAYKAVVYLVSH
QYGPRLYRDLMDHMKQVAARILPEEREASASRASLLMYIPKQYQLYLEYLLLCKHVFLPLDRTHAWQPETKTVVVASTQT
PGGLLTLWQVGLEMLQTRMQELTLDRELYQEWLAALLQDWNPASNNNLDAANRQDLQSVWYLWQDLGQLAVLPLQEDLEE
YWKNQSQQMMEGYRAGSFLQFAYDKHVHVTIWQPWLPSQWLRSVLENCFFQPHLNDQYLLKPENLHPILQSELFAIKTVV
GVSSTAMEKLSSTQQLWTLAGRIAGGQRLVATSIANFAKTQGLACVQPAVELSDGAGKAAAGQHILDKSPIPATNNVQIV
SDLLDTQQRISRLIQSLPHGPELIILKNVWEEVLNVETTPALAELLAKFLDQILRSNKKMDQYQSESEQWLQRIISGLFI
PLQAKDIFEAFYKRDLAKRLLWNRVVNMDVEKQVCSLLKAECGAGFTSKMEGMFQDVDWSRETMMVYKQSTADILPTENS
VEMEAQVLTTGFLPRIPGYWPVYPQYPNLHLPESLKEPQERFGNHYKIKYQGRRMTWQYALGHCVVRSSGFPKTYEFVVS
LCQALVLIQFEEADTKLSLPTLMQAIGLEDRDEMERVLQSLALGKDGTRILRKLDYDSEPNKKKKIRMNVDNRDEFTINR
KFESNQRRIRINNIMMKESKEEREKTVEAVSRDRLYLIDAVLVRIMKARKTILHQTLIPQVVEQVKVPAQPGDIKQRIES
LIEREYMERDAKDRNRYNYLA                                                           
>Ptri_XP_002182637                                                              
MSGNASGIIPLEEGWNDEIKAKAIDKLEAMLNGGLKSGETNMFGPREYVQIYTTCYDMCTQRSPYNWSRELYQRHGETIE
RYLASTVIPALRDKTGQGGTTLLTELQHRWGDHQIMNKWLKKFFTYLDRYYVKHHSLPTLSQAGLRCFRTHVYDEMKRET
TAAILGLINDEREGQIIDKSLVKSIVELYENMGMGSLDAYNGDLEEPLLQSTREFYAKRREEWINDSTPDYLVKAEEALQ
EERSRVADYLSSSSEPKILRVVEEEILEKVELVLLEKETSGCRALLQNDKSEDLSRMFRLFQRLENGLTPIAAIVQEFIT
SMGQEILKRRQARLDGGEKDKNDDPKFVKAIIELHEKYLGVVKKDFSGHSLFQKALKDAFVEIVNKNVGSFTNAELMSTF
CDRILKSGGEKLSEAEVEESLDRIVQLFSYLTDKDLFAEIYRNQLSKRLLNQRSTSDDAEKLMIAKLKVQCGTQFTSKME
GMLADLAVGSQQRTEFEQRMRQVETSLDFSVQVLTTGFWPTYKSPQVTLTEEMNKCMKVFREWHELKHQKRKLGWVLTQG
SATVRGTFGKKSYEIQVSTLQAIALDALSGGETLSFEDLSQRLNLEETILKPLMHSLSCGKYKVIAKTPASNKINTTDKF
TANAKFSSNMRKIRIPMASLDANFNTKKVEEDRSIAIEAAIVRIMKARKTLQHQQLLSEVLAQLSFFNPNPRVVKKRIEA
LIDREYLERGTDNPGVYNYLA                                                           
>Ptri_XP_002181074                                                              
MLLELGRADFQANVYHEFETAFLSTTLEFYQQDSLSFLSNNTASDYVAKAASRLEAEARRAKSLQLPVTAEGPLLATLET
EWIQRHSRVLVDMEPSGFSAMLQDDTKVQSLRDIYDLFVRVLSSVDHLREALAARIKQDGVALVQDQEKGASDPSAFCRG
VLVMKA                                                                          
>Ptri_XP_002181491                                                              
MATVTSSADRAPEALWRDEFRHGFGSADAAHAVRTRPTTVAAVEFAADGGDWCTLPERVAALAAHVQRWDSLGAIPENSS
EWTYAFGSTPQESRIMALTAAVRVTVPQQILNRQFSCYLQASLDYCCRTRLGEEMEGEEESVNGDEKYLNDALLFNSLRV



LGWLRVPRRIFWTEELKLALRRKMKQYVRDVITGDYEASGRFETLRCWKDQTILPWLQSALIISSLTDPEEEQEMERWSQ
RLQHWLADTYCEVRNEEIFELVADYPDSHEAVLELRYVLQQSNCGSHEFPTLQLPYERLRNALRSALVRRVCHAGATTSQ
IIDVYIATIKVMRVMDPSDRLLQVVAEPVRLYLQTRLDTVRCITTSLTDADQGGELYEELRRQDAKPLEHVTVDSDDEEE
PPTMDWQPRPSIHQPKGTFLETLSTNNNADGDILAMLVSIYGSKDLFVNEYRLMLADKLLASVDYNTDKEVHTLELLKLR
FGESSMRNCEVMIKDMDDSKRANTNIQGSLKSRGTTSSTVDAAIISHIFWPTLHSDSLVHHPRIQVKLDDFSTMYANLKN
PRKLVWMHQLGTVQLELDVIEDGPNGEPVIMTKEFSCSPLLATLISHFEDRTEWTAEDLSNETGVASHAIKKRMIYWINH
RVITVHITPAGVTVYNLATLASHEENDAHGSPQHLASEDDDLHDHTVSISAQQDQEMDVFLSYVVGMLTNLGQLPLKTIH
NNLKTFVTGSDVRYDKTPQQLSAFLQNLCRQERLECGPDGMYKLFKK                                 
>Tpse_XP_002291443                                                              
MSTTAAPPAPPPAYQHLYHRRLSRAIQRANATQNRPTTKLAREFFKDVHQFDLRDATGWRSLPRRVATLASYLNDPTSVI
CDTEESFSIRVSHDVHETRRVALTAAIFANSPPTFLNEFYYLFEALLVARQRQWKKSNPLDESMETDDGDDDDDDDGGEE
ELMLLQEEEELYQSLSILGWLPDQLRRPFREALHSVMMNVVKSLISGDFESEGMLERTLQWKTDVLIPWVHSVVGSEAYN
RDQWDAQLEYAASECFVRVRMNELFDLVTDYPDSLPAVRELSVALDRTGRLFYHSLANEWRGALVKRLIHPGAQTSQIID
VYINTIKVLREMDPSGELLQVVTQPVREYLRGRADTVRCIITSLTDEEGGGDLYEELRRQDAKPLDEAQLDEEDDEEPPT
FDWVPPPSILQRRGVITGQVGRVTSSSRRAGDILSMLVGIYGSKELFVNEYRIMLADKLLSNLEYDTDKDVHNLELLKLR
FGEASMRQCEVMIKDIDDSKRIHNNIRSTLEAIALSSNPPVVDAAIVSHIFWPALQKEPLKNHPRIQAELDQFSKEYAKL
KNPRRLVWMKQLGTVELEVEFYDGDEDSIFTSHVKYITCTPAHATLLAHFEDKPQWTADELSGETEMPEEIVRKRMSFWA
SHRVVQVRRSGSDFVYTLSSLADVNELSFADHDDDDHEHAVSLGAHEKEEIKVFESYIVGMLSNLGQLPLERIHTMLKSF
TTGSDHNYNRTPQQLAVFLQQLCKEEKLECSPDGLYKLLKKRS                                     
>Tpse_XP_002294721                                                              
MDTPSASSTFQSLSSAMDEIHNRNASTLSFEELYRNAYNLVLHKHGGLLYEGVTERLTWHLRRSGGRLVSSGREYKLLEE
LSTVWKEHRITMVMVRDIFMYMDRTYVPQNRRRPVYDLGLYLFRRVSPTLGNVTSLLLLRVVHQDRMDRLDDAPQRIALC
KSLIHMLLELAHATSAGANAIPVYERDFEEVFLGESQDFYRMESASRLSQGAAMEYVHHAQARLVEEKARAALLDLPAQT
RVNLMNIVETELIERHAKTLVEMEGSGFADNNGVVVDHARIADLAAMYELFSRVPSSVNHLRDALSERIRLDGRSLVRDQ
ETNVAPPAAFVKGVLAMRERFHAVVTEAMKGEKKAQKRMKEAFEDFLNADARAANCLAVYVDELLRVGLRGADERKVSSE
LDRAIVIFRFLADKDVFEAYYKSHLAKRLLGNKSGNEDAERAMVSLLKAECGYQFTSKLEGMFNDIRISKETAEKYRSHK
KKSNNEPVDVEVSVLTTGYWPSQNVPPCILPPPVRAAMDRFQKYYLNTYTGRKLSWQTLAGTAEIRATFPPPKGSSKPRR
HDLTVTTYQMCILVLFNNRDTLTLKQIREEIQIPEDELRRHLVSLCTPKHRILKKGSKGKAISGDDDTFTYNSDYTSKMT
KVKVPMVSMRDATASAKSDGAAGSLPASVEEDRRHLLEAAIVRIMKARKMLNHNDLVAEVTKQLAGRFIPPPQFVKKRVE
SLIEREYLERDEADRRVYLYMA                                                          
>Tpse_XP_002290076                                                              
MDCVLRHEALVASSNEKELYRSVEDLCVHKFGNKLYLDVVEIMNGAAGEVVQSSNQQRYALLKKMHTICRLSYAEEYLTF
VRSIFLALDRAFVASNTRIWGLWDIGIACLRKHMMRSPQLTVSDDVRPLVRNCVRTCIDLGALSSLFEELIVVASVRFEK
EGKSWGRALSDSKKSAPEFLRHAENRLKQSSALTSYYLPSTNNSTRRILPTIIETQLLAPHLVPSGVLHPRHLYLMLDDD
DGSNTKDFCKCQAIYGRLRGAEIVKQSLSSGADASVSNIKEMEKKVIPDLLAFKSHLNSLHVIAFRSDELFGATVRSILE
DVLNGSTTNNDGDGGRRIAELLAKYVDARFKDAKAQATSSVEAFQNEVMALFRHVNSKDVFEAFYKRNLAKRLLTGRSVS
SDMERSFLSKLKAECGAGYTSKMEGMFKDMELSRDIMSSYSAYSSGATSAQAQPMPVPHLGSGKATEMDVQVLTTGYWPV
YPKYPGILLPPEIVAHQAKFESYYKNKYQGRRIAWQYSLGNCIVKANFPKQPAGKELLVNLCQTLVLLCFQYEDGPDGKG
LTIGDIVKKTGIDDRDEVERVLQSLSLGRDGTRVLIKKKKIRRNVGPHDRFLFNASFVSNQRRIRITNITMKETSEERKE
THEAVSKDRLYIIDATVVRIMKARKTIDHRLLMGEVMTQLKFPASAADVKKRVESLIEREYMERVEGDRSRYNYLA    
>Tpse_XP_002286654                                                              
MCTQRSPYNWSRDLYQRHGETIEQYLRTTVLPALENKTGQGGTILLNELKHRWSNHQIMNKWLKKFFTYLDRYYVKHHSL
PTLEQAGLSHFKTEIYMHVKDNSTSAIISLIDEEREGEIIEKTLVKSIVELYESMGMGDLNSYTNDLEQPLLDATRSYYG
RKREDWIAKDSTPDYLIKVEKALNEEKVRVVEYLNPASEPKLRRVVEDEILQKVQMNLLEKEGSGCRVLLANDKSEDLQR
MFQLFSRLENGLQPMATIVENFITAQGNACIDKRQARLDSGEKDKNDDPEFVKSLIDLHEKYLGVIREVFASHHLFQKAL
KNSFEEIINNDVGQFSNAELMSTFCDRVLKSGGEKLSETEVEQSLDRIVQLFSFLTDKDLFAEIYRNQLAKRLLNQRSAS
DDAEKLMIAKLKVQCGTQFTSKMEGMLNDLAVGSDQKSEFDARMSQQGSSLSFGVQVLTTGFWPSYKAPEVALPTQMTEC
MEVFKEWHDNKHQKRKLTWVHSLGNATVRATFGKKSYDLQVTTLQAVVLNAFNEGKTLGLEDLKKTLNLDDQTLKPLMHS
LSCGKHKVLLKSPASNKINSTDTFTSNAKFTCNMRKIRIPMASIEASHNKNRVEEDRSIAIEAAIVRIMKARKTLKHQQL
IAEVLSQLAFFKPQPRVIKKRIEALIDREYLERSSEDQQQYNYLA                                   
>Pinf_XP_002906175                                                              
MSLLKASTVNFENEWKDMQPRLASLVTGTPQTLTNEKWLKMYSGIYKICTNPGAPQAEMLFFRLRGLLVKHVEAILMELN
AINGEPEFLNHYCTSFEAFTTGTSYISELFRYLNRYWISYSHCETGQAPVPGVYPVTELSLHIWHDIAFSKLKKRLVKAI
IHIFHAARRDRSECFEDGDCIASTVQTYFSLGLCRQDQMSLYREELEQPFLEDAARSYSTKAITLLSRVTISGYLREAEL
LCAQEQRRCESRLHRTTVIQVRQACCRVLVDEHADRICEDAENFLINNQKEDLHRMFSLFSELANENALISFKNILKRYI
ERSGMEVVQKFQQEETTKNPEGYIEALVQVRNKYFELIKDAFGFHPLMRTALDQACRTFANSHPRLPELLARYTHYLMSR
DKKHGCSRTLLLPGSPRSVLPPLLDDLLEQKIENISVVFCLIDDKDVFKKYYSKFLAKRLIKGTSASDDMEILLIQKLRD
ICGCDFVSKLQKMMKDKMLSKELMDSFTAWLEEKDIELRSEHVANASAIDLHHAVTYHCDVLTAGAWPISSVAAEHKIFL
PPAMEAHTNLFTQFYTGRSTGRKLLWIHHLSFGMIQSHCFGKRYEFLLSFYQMLVLVQFNTAKDINRSDIVQLTNIPEQD
CTHHLASLVKAKILTSNGDTANPRYEINFGFSSRKLRISAVPNSPVESPKVAKTPTREVEEDRKMSLQAAIVRVLKTRRD
IRQAQLVHEVAEMLVNQFVPTTTAIKQNVENLIQKEYLRRHEEDKTRFLYVA                            
>Pinf_XP_002998391                                                              



MSGSLHVDRELLWRKLFAFDHQPEDALTGIQDSTDHLCGVIQTAVAHGRHEPLRQMLLQRLGYWLRSDVVPPFWSFFDAL
PIEIGRSRDVRRGRRHVALLCAQQLTLALQFAEDAFAHCVQIASLFDDHVQLKDGQPTMLQELRTTFRCLVFEDTRTVVK
FEELLLIFFSMSFQKFRGKEKSQTFDSRPIRQTLLQLEWLHVAEPALLRVLHSQIKKVVKSTCGEVYDELFLTEVEQWAC
SELLPWLEEIMQTKDEASTGKWREILSRHVRQEFGSQRIKQLFEIIKEFPDSVPALEDLRLCLERTQQHGELLQEFRGAL
QSRLLQPGANTSAILDIYVSTIKAFRLLDPKGVLLEALSCPVKEYLRKRKDTVRCIVQSLTDEQSGDLFEELRRDNMRII
QHDDDSDDDEDMSPDAWEPDPIEADPTKTSRSRSSDDILRILVNIYGSRDFFVNEYRMMLADKLLQNLEFDTDRDVQTLE
LLKLRFGEDSLQQCEIMVRDIEDSKRLNGNQFWPSLQGDDFVLHPKVSKDIDAFKNAYHVLRNPRSLEWNTSLGSVQLSI
ELEGEEREFNVSPLQATMILYFEEKDRWSVEELATKLEISADVLLKHVSLWVNHGLVSFASGRRELVASVSFQDTRCNDD
SMVEELETAVSSDAQAEEDFKVLETYIVGMLSNFGSLSIQRIHNMLSTFARSGAQPYTKTISGLSVVLGKLVNTNKLEFV
GGQYQLAK                                                                        
>Pinf_XP_002907623                                                              
MSGKNMISLEEGWDQEIKPKAIDVLLDILDKGFDQVKVSPFPPNAFMPIYTTCYNMCTQRSPYNFSEQLYDRHGQTFDTY
LEQKVLPSLEQAHDEFFLQELVKRWTNHKLMMKWMTRFFMYLDRYYVKHHSLPTLDDAGLQSFDRMVFQKVKVRVKDAMI
ELIEKERNGEIIDTTLMKNCVEIFEVMGMKSLDVYQSCLEADLVSTSAIYYERKSKGWLSEDSTPVVFVFSYLTDKDLFA
EIYRNQLAKRLLNQRSASADAEVLMIGKLKLRCGAQFTGKMEGMMNDLAIGSDHHQEFEGFLKKQRESDSNEAALNLEFS
VQVLTTGYWPSYRILEVTMPPLMVRCMNLFKVYYDSKTSHRRLQWVHSLGNATIRANFPKKKWYDLQVTTLQAVALLLFN
EGEGALSFEAVHESLNVTVDVVKRIMHSLSCGKYKLLAKTPAGKTISTSDQFAVNKTFASPMRKLRIPMASLEESHSQKN
VEEDRSIAIEAAIVRIMKARKTLQHQQLISEVLSQLAFFKPNLKVIKRRIEALIDREYLERDPDQANTYRYLA       
>Pinf_XP_002998367                                                              
MASAGFTSSANGRTGFNRKQERSNSGFGLKLGAKKKKMTIKPFKVTPKLPEAFEHDTWTKLEAAVHAVHGKQMSTLSREE
LYRSVEDMCTWKMAARLYTRLEETCSLHIRERVEDLAQYTGGDMNLFLEAVHRLWEDHCEDMLVIRTIFLYLDRTYVMQT
PHIASIWDMGLNLVRDNLVQRRSLETKLIDALLELVEHERKGEAINRSYLYNLLRMLLSLHLYHADFETPFLMASERFYL
QEGAAKVECVSVQQFLVHAEKRLHEETERVNHYLDASTKKQLVSVVENKLLKPHVATLLERGFETLMEEGRLDDLKRMYA
LFARVEAINDLKTAFSSYIQKNVSKLVMDDQQEKTFVEKILKLKADLDAVLSDSFQANSKFAFAMKSAMENAINVRANRP
AELVAKFVDSKLRTGNKGGSEAEVESLLDRVMVIFRYIQGKDVFEAFYKKDLAKRLLVGKSASFDLEKLMLSKLKTECGS
SFTNKLEGMFKDIDLSQNVMTQFQQHAASRNALEALHGNRGVPDMQVQVLTTGFWPPYAAVEINLPAALLPLKEIFDKFY
SSKYQGRQLQWQHSLAQCVVKATFPSGKKELVVSLYQTVVLLCFNGADSLGFKEIKEQARIEDGELRRTLQSLACGKTRV
LQKQPKGREINDDDTFEFNSKFANQLIRIKINSIQMKETKKENEDTHERVFRDRQYQVDAAIVRIMKARKKLSHALLMTE
IFTQVRFPAKAADIKRRIESLIDREYLERDSSNAQMYNYLATDTQFGNGLFSLGLARLDAVLFLRPISKMPPSKDIKASA
TRPAKFSKAKVTSKTKTKAKAKIREPEKIICFMAASNGNDPNFDTAFSGSLSKIKLKAKVSPTKVKCAASSYTQNYRYTK
AHIVTRHRAAASKSSTSEDLVTIYVLALTKGKYYVGKTARTNVDERLEEHKKGKGSAWTRLHRPLRIVEIIRDADPFDED
KFTKKCMLKYGVENVRGGSYSRVDLTRSELDAVSQQLRGSTDQQAFRNNHCIAASIQ                       
>Pinf_XP_002998018                                                              
MKKLVIKPYRQNMGMDQARAQEIWTSLRTAIYEIFSHNASLLSFEELYRNSYNLVLHKHGDLLYNGVVDVITEHLQSVTQ
QVAAVSDDMLLVALNDQWVDHQIVMTMVRDILMYMDRTYVTQKRKLPVYDNGLYIFRDVIVRHDSIRDRLRARLLLSIER
ERHGELIDRDLVKSVLRMLVDLGVHSNTVYENDFEKFFLDTTLDFYRAEAQSMLDVATCPEYLEKAEQRLNEEGARVLHY
LSPSTEHKLKTIVETQLIKNQAKALVEMEHSGAVALFRDGKSQALRRMYSLFRRVPSTLPEISESVFQYIKTLGDEVVKT
QSNSETALDASQFVEKLLALREKFVGFLSDCFFDDPQLHKSIKQGFEAFMNTNTVCAGYLAHYLDELLRSKKRFEEEMDT
RVTQVIALFRYLQDKDVFEEFYKVLLAKRLLNSRGTSDEAEKLVISKLKAECGYQFTSKLEGMFKDMSISKDLMELYRKS
GHDTRGTGFGIDMSVAPMPLSVHVLTSGFWPTEMAPMCALPLELVQMTQAFESFYYARHNGRKLAWMANMGTVDVRAMFS
AGLEDAKRRHELNVSTYQAVILMLFNQRSEWRFKELLERTRIDVKDLKRHLISLCTPKYKILIKSSKGKRIDEETDTFSV
NDSYKSKLLRVRIPLVSQKETSLLPAVASSTNNAADALPPTVAEDRKHLVEASIVRIMKTRKQMQHNQLIAEVTRQMTGR
FTPSPQLIKLRIESLIEREYLQRSITDRRMYNYLA                                             
>Tgon_XP_002369193                                                              
MQKEVSGENAARKERKEDVFRREEMEGKTIKGRCGSISPRTKPKAFQTVLNGSNFASILSTYQGPPVTPSDPQFTASLSS
SSSSSAVLPSLPSFSDARSCAPASSQTPPLTPSSSSFSTSSSSRVSESTASDLHASLLKAKENLPLSLVLQAPSASLSSF
FLLLPALFPLSTASSTPPPSLLLSAAVVDYIDQTLRETPRASNVHALTADSQRARDGTGRISRVEREAKKRDCITGNTGR
LGTSQGHWLASLCQVVQHLQDRETFCSLFRLRLARRLLSNALRVPDVPSCRRDDFSSLVSSSVSPRFSRGTSLLSPPTFG
GPSEPGDSREQLRKEHVEEKEALREKGEGFNEREGRDEHVTSCLELDNGPSRRPKRMELPRAHAKSRNSCATIVHPGTGE
DSARAGAEEGEAKTTLKDHGERDKQLEARETERLNGDPECLKRRLVPSTSNAYTFVRSSRHFGRRGEDVEPCKVRRTYKE
INEQGNTGEGASSQLEARTPEEVEAKEAVCCLNSEVHLRGEERRSNGRVDTRSPGSRSLEQREKARLKTEQRVAQAVLEA
AVGDFSRQQESWKLRQMFEDLAVAVRVKEAFEQGQRDREERREKEDRRNTQTSWKPKLHAVQQEETTCTAEERGKSQCVA
MHTEAGERGNLPRNSMAPLNPRPGRNTQLLASASTVTSFNSSVPLPSSNVLFHPLILTQHAWAHALPASDLYLPSSSFVD
ESGRSASVPSSSGSTSTLSSSSPTPARRGASPRAATVAHACRPLRDFQEQLIAIGQTEPGGTGLLDPGVEAKKNDDAKKP
EKTRDYQVLSVMRVGDLWLPRYLGIPLKKFTEFYKARFAERRLTWHIRLSRMQLYCYDTNATKNPKRTPNAQNVASSSTL
LNVPAVIGCILLLFNTRTTLSMQEISTHTGLAEWEVKKVLVSLLAPPQQLLLLLATDVKALDVAGKGHCFSSAEENQDLS
RFVSTGGGRDKGEIDEEKEMQGNGQRLSCEAEQRPQEKKAMKTITEECRVASPSVSFLQLWRQMRENAETQFSLNEGFFA
IPRGNCEVVDIHPIEVRMRVKPGT                                                        
>Tgon_XP_002368366                                                              
MTATRACYLPSSSSSSSSSSSSSSSSSSSSSFASAEERMPPAMGVARAMGGPQGVVDLEAGWAMLRDCAIRRLEHFLRTG
EALGRRKDGKLCIFTRKEYSDMYTTVYNMCTQRYPNNWSAQLYQRYGEALASYVNREVVPRLEGLTEEELLRELLHRWKN
HKIYVSWLERFFVYLDRYYVKLQSEEPLHHKGILIFKELVFNRVRIPLREAILRAIQRQREGERVDEELLGDVVFMYIGL



DANGLSLYQRELEDYLLPESRDYYARVSASWVVNLSFTDYMHHAQEALLAEQNRCAMILHRSTKLKLQAVVFDALLSARQ
DQLLEKNTAIEFLLARDRRQELRLAHRLFTYVDGGVEAIALTFKNFVTSQGNKIVDQRLAQLEPASSPPSASPPASPSPA
SRPSGSASIAEAQQTDAAFVQQLLDLHERSKKVLEECFLLSSPASSSRSLLGVSPQQKLFRPCEETPWSDAGRDSGALSS
APDPLFQKSLKEAFEHFVNRDMGRQSFAHLLAIFCDRLLKKTSEKRSEEQIESMLVRVVEMFNYVTEKDVFAECYRSQLA
RRLLHETSASEDLEKSVIGKLKLKCGAHFTSKLEGMLHDLNGAADTYRKFLAWISEEKQKRPAEAEAGEAQASVSGENEE
KTVEKLLERVSVSSASAHMQTGATGHGVAFVDGIEFSVQILTTGYWPTYPTAPVNLPASMQLCQTVFEKFYASQTQHRRV
TWIPALGTASVSAMFQKRHDFICNTYQACVLLLFNWESAHQRSEAEQNGPRVDPQLSLSTITAALGLDDATAKKMLASFF
LGRFKIIKKLSDDAYAVNSGFTCLNRKIKIPTPVQEEVQSRERVEEDRSIAIEAAIVRIMKARKTMQHQQLLAEVLSQLS
FFKPNPKLIKKRLEHLIEREFLERDAENTNLYRYVA                                            
>Tgon_XP_002367473                                                              
MRSLASAGNAGRPPGGPAASLLRPSSSSSSSSSSSSSSSFSSSSSSFSFSSSSDFGLFGHKAMTGDEAARRWEFLRAAFQ
HIFAKKAGALSYEEVYRYAYLLVINKRGRLLYDGARQCVEGHLQAVASEIAEKDDDDLFLAALLEKWRDHRVNMQMIKDV
LLYLDKHYVEMHHLTPSFSMGMSLFCSTVLQHPNIQLRFRHLLLDRIRKEREGHQIDRMVMREATAMLSQLRLHAHRPVY
TEEFEAPFLAATREFYTREAADFIAYNSSPEFLQKAESRIREEARRVEEYLDLETTAPLRALMEDVWLGQHFKTLVYNPN
SGCTHLFQADKIADLARMHRLFSSVPGALEEVRQVMKESITKYGEAIVRDPEKTRDPVTFVQNFLALKAKFDQIVVRAFA
ESKEAFGALVAAFENVLNKDTRAARFLSLYLDDLFRKSMRGLSEAEAEQKLDEVLVLFRYLRDKDIFEALYKQHLARRLL
GGRSASEEEEKKMIVKLKAECGQQYTSKLEVMYRDMQASDDIMRQYHAREDLQRDTACPVSLLDARLLQLGRAIARRAGT
FASASGSFSASALHQPVDDTVRSPNDPNASDSPESPAFTTPLPSSSSASSSSSASSSSSASSSSSSSSSSSASSFAPCPP
SSSVWGCEVPQGRGEFEFSVRVITQGTWPVDAQTLISETQLLPSLLAEEATRFEAFYLGRHNGRVLRWNLAQGKASVRGQ
LLHSRHEFECTTLQMIFLLAFNFFPSTPVSVSDLLQPFFAVSSSLSRAELKRHLISLTTPRCKILLRASSGAGAANAAEL
KDSDTLTVNLSYTNKLRRVRVPLVAVPAAAGSGEAADAWATPHLEAQAGADVPSSVEQDRNYLVEAAIVRVMKTRRRMIH
NDLLVEVTRHLAQRFRPSPALIKQRVEKLIEREFLERDAADRRMYNYLA                               
>Tgon_XP_002364830                                                              
MPSATRDGSLWPPESSEVVKVSIQGLRTEKPEPWPETFKECEKQVSVLMEDVFERTGPLRNRQALSLMIEELVLEGQGAQ
LLSLFVTHVDCRVAKILSCIYGALSPDLAFLHTVADGWTSFRRALHLVLQVFAFLEQHFVAYSNEGSLIDVSEALWLSRQ
NELGKDFEASLVNALLRAIELHRTGDVAWQDDIRTVTSMLSSLGVYHDLFERRFLEASAEFYARESAELSVALTVGEYSS
YAERRLREEDARASAFLSEASREPLLDLVRHHLVGEQVDVLSAVPSLRQLAETRQTAQLGRLYTLMSQVGQLDLLRLRFV
DAVRESGCELLRQLRESANSAEKKDRELKGREFTAQLFALKDSHDLAWMQAFNRNPQFSLGIKEAWEKFLNQDVESSRKI
TRFLAKRCDCLLRETKSAEDLEKEMAKVMVIFRYLDGKDYFEEFYRTDLCKRLLTRKSASDDAEKAMVKQLKDECGQQYT
HKMESMFNDVHLSRQTMALFNADSASQEEVAKTGVSFDVATCAAGVWPPSAPTEKLILPPIAETLRQVFSNFYKAKHPGR
NLSWISSLGACEVRANFSVNCFGSSSSTSSSSSTSSSSSTSSSSLTSSSSSASPAHAQEQSEEEDSPGSVHARAWPDYLF
KVSESQAWILLLFNERDSMTVQEIAEATGFGSDELQRQLLALYVNKATRILLRYKDEHEERYSVNCDFQSKLRCMHVAQI
QLTTHPKEEIAKVEARVSQDRDHQIDACVVRIMKAKRELRHSLLVAEVSSQLSFKCDPAMLKKRIEALIHREYLKRDDSD
HNIYHYVA                                                                        
>Pfal_C6KTD3_C6KTD3                                                             
MDPTAVNNYPVFYVKNKDFLNVDNEHIRCSLKRFEEYIHECFSILPYNKIKIQNEEKISVQHFCDVLVFNQCEQIICAII
EKECNEKTKQFFEEVEIRIKNEEFKNGEEEFLKLFVSIWNNFSLVLIHISDILQSFIAYTKNMCCNFFDPTQIFNYLWKK
YINQYVIIKNMFISSICNYLTYDKIYCETYFYEYVCVNICNKYATKRYNLKKNQINYIERLQNIQKNYQVNNEATNKQTN
KINKKDCINKKEIPTENITYKTKEEEHIQRGDHNNNNNYNNSYDNNNYSDDIYNSNPYLDDTNHEYKNTQKKKKINDKVL
SLSIKISDILNLYDDFERIYKNETYTFYKEKIEKYKKDMETLGYEECNFDFPIIVENYLCHEQIRSRKFLKEHTEITILN
MLKDLLLVKNRDVLFKDSYIKYCIIKEKYDPLRSVYLYSLNLDDLENFSNIFFNVVDNIGTELVNDVINKRNNSSLLNNA
IIKLINFKLNVDRIIIMSFRYSSYFMKKWREVFEHFINKGIQAETYMPIILSMYLNNLLTMYNACLRKLKKYYILNKKIK
NNRSLFNNLLFEVDWNNYCTQPISETIDFYDISTDSDNMLGIKKYLRKKRKNTKKDLINFEHEEEYVKRKHMDNNIHNND
HNDNIYFNNNLYFNNDYHNNLYYDSLNINKRSDEKIFFHLLKIDKLFKKYHIIGKYIMNMITVILSLFRYVSDKEKFEKY
YRTYMCKRLINDSSFNIILDVKVFKTLKKECGAQFTKKIEIILKDMKFTSKTLMKFYKELPNNVNHFLKRKKYAVNIIFN
ESWEYVNTENNVIYPPMIKMCNEAFFLFYQKYNKSKNIKFLPLLGLCTLRVHFKNFKEEGSFDLGKRDDNNDEKRDDNND
EKRDHNNIEKRDDNNIEKRDDNNIEKRDDNNIEKRDDNNDEKRDENNDKKRDENNNYSDDNDDDLNNEDSSSTYNKKGKK
KIYITVTILQALVLLLFNKKNEYHINEIKELTGISTENIIRYLKTIYTIGETHILIYDKANEILKLNFSFRSKKKFLIVN
YNDVLYKDDMGPTTSLLNEDNEIEDKTLHIDAAIVKFLKTNGKSSERKICSFIKDKMDISSNEQIKNRISSLLSREFIFF
KNNNYHYEL                                                                       
>Pfal_Q8IAU5_Q8IAU5                                                             
MDIVNINFESGWKIIREEAIEKIEKYLENEHIEKNKNLFSATEYTRLYTVVYNMCAKKNPFCYSKEVYRKYGESLSMYTI
DKIKPLLKNSDELNKTKILIDAWFKYSFYTKWMNKFLRYLDRYYVEYNSSLCLSAYTKNIFKITLFNELREDIKNIIYEI
YNNLRLQEEIDQKELFCNIVELYKELDNESNEKMYEHDIEKKIVENVNNFYKKKAEEWINDYPFDDYIISIENAIEKEYE
KNKSLNLNDDTCEKVTNIIVKILIYEKLNTLIDNKNNIFHLLKNNNLSSLRRTYILFSYFPEALTGLKKIIGEYIKMEGN
ELKDKYVQLSRKMHMSKNVNNMQNVDDNTMEDNDNYIDISNDDNNNNDNSNNNNIMNTEQNDDIILCDYIEQLIKLHNHY
DNIFKLSFFNISNKNIDPNFNECLKDYFESFVEHEDEYFSTVKLLVIYTDNILKRDLNNENSVDEKQKIHMNKEEKNDEQ
TKFLMKKMSEIVEIFNYTSNKETFFEYYRVYLANRLINNIYISLHIEKKFIEQLYYLCGSQYTSKLGGMIQDLINNTNMN
NKFYDHMKNVFNNNEIVNNNNNNSIYNDHFSNYHNVKDFFSVKILNKGYWPTLEKIHIQLNEPFNKYIQVFEEYYKSENK
NRKLEWIYELSEVILHYEFNNILYNLYCNVVNAQILLLFNKYKYINYDIVKNELQIDLKSFTDHMYTSFYHFKLITSNDQ
IPDWTNSNFYINNNFSYPNKNVYIKKTTALLSKEHEKTKEDRTMAIEAAIVRVMKMHKKLFYDQIFDYVKKSLSSFSPTN
QVIEKKIDLLVEREYIQKEENSQIYVYIP                                                   



>Ptet_A0CT81_A0CT81                                                             
MKKIIQENLSPEEAKTLWKYLDDACYLIAEHQTKQLSFQELYNHAYKLILNKFGDFAYTQLQVSIHNIVDKLIHPLNISN
DDQLLNDFVKAYEEVQYFSKLLAGILLYMEKSYIIQKSLKTIKIICNESFKTKCFEKDQNLASKLLNCFLAQIRNHRNSQ
VIELFNLKNALQILVIIFTLLQIDINQEQQIKSKDYSYTIEYRNNDDFYKYFLERKLIQDSTRYFKEESQLNLNKMTIEE
YILFVEKRYQNEVERVQSCIPKISHQKVLDSFIKNYITSNSQYISQGLQDFIENDKTTIFIKIFQLFVKSEEFDQFIKTL
TQIIIDDLQLLNQNDNTLQGFIKLYEKIFSMYDKIAQFGNNQHQYKFHKAIKDAFEQVINKDNFIMFELNKYFDYIMRME
SLRDDEKRVQIEKGFLIFKLVQSKDEFEQIYRRHLCVRLLDQASSSSEVEHDLLKKLKLECGSVLTHKMETMFSDLQRSN
EESQKFRQKLSQSQRELIDLDVLVLTSEQWPIADYQPIIVHNELLQWQQQFTSYYQSKNQKRKLAFNYGLGSVSLKATFD
LNCKKDFVCSVLQATILMHFNKQRIYKLDELIKLTNTDQEVMQSELENLLQFKLLIQNQEDNSLQLNYKFQHRSYKIKVQ
PKKQALLFNQKSKNKYQEYKIDQKEIALDRRVYLESLIVRVLKTKKQLDHKDLFKYIDKDAKTRHFPIEIPFFKECIENL
IQKEYLIRQEGQLDTYIYKA                                                            
>Ptet_A0C548_A0C548                                                             
MVFKILTDSPIQLENVPYMKIFYELNEIIDGNILKGKIYDAVYQDLLKVINNEDKQQTISCIFDKKEYYEQKLRDLFNSN
EKIKISLSSAIESAIQIKVNWLSEQLSSYFDQLLIKKQENKDFEKVKERIKQSLQLMPYFSAKDIFEHFYTQRMTRRLLL
ELSISQELETEILINLKQQCGDQYVRKAEEVLKEYKKCYQFQHAGVEVKLVVISQNSWTLKQDQIPKFFLKEQQEYFQED
KKQDFKQKILFWMLECSNCSVKGFKKYIFIVSVVQAMILDLFNKQKSYKASDFIQLSGLSKDEIIRNLIPLEKEKILLLN
QGVYSVNHEFESKKTHIKINQMQKIEKKEEIEENTQKLLHDRKYVIDASIVKIMKRDKQHTLQEIVNLVLKDLGLPLKAV
DIKQQIEVLTEKEYLQRDQNDMSLFIYLA                                                   
>Ptet_A0DHG1_A0DHG1                                                             
MIIENEDSDLEIISKYFKNEADEFEVYEVLSHCNLKATRFLSYHHRQDEILELISDHYSQYKEKIDTLMKQNVCSISSIE
EDSILFDMTIDLWVKFKQKSQCLKDVLKYLDIKTPVQNYITNILLKLIKVEVENRLQMVTLLEIKRFRQVIVTLSNQQAI
EDPPLQLLDLLILLPNYQQFERRFYEQTQIYYKEFILDTNPSQSVQIANIIFQAEKRLSSKFQNEFQLRLNELLKQLIFN
QVNMTDLDSLYFNTEIMLHYVRFAQEINALPKLLSALRKHIYKEVICILQQQPTSAIENMLNLEKTCQTLFEQLPMEHTN
ATIITHAIEDAVNENYEKYSFTLASVINLQNQHSIKKYKHLIKYLTDKESFQNYYVKFLIKRLLKEYNQNELELLNELQP
YCNSEWISESLEFIKNSKESQNLTNQFLQKLRQKKSPIQFHFHLIPKSIWPYQIENLILPSPLNQFADNFIKNQSEDLLF
QKKKIIFQSKLSKLNLVVKIDHQFELELPLAQGLELLRFNAQKSINQISNYKLYNGLIVRSENNTFKINYQYKHANQIMI
INEEIQIEMEKNQQIISDYLYVVDAAIVKIIKQNKKINSESLIQATFDLIKKEYPRFIDLCEYDIIEKQIVSLLEKEMIK
QRFDDFELL                                                                       
>Ptet_A0CBV9_A0CBV9                                                             
MNKKIEGNFEKQKQYQKDLQDIQDKCKKATTDIRQRLLDGCAIKLKNEDVMYIYNKIYRLTEDAGTAQALKNYSKNQNNR
GEKVEEQLIQYFKDILNEFIADIYMRLNEFQGEKESVLFIVSRTYHDYRSYSYWLYKMFLYLDKFAMPHVGTSLCSTSLK
LFKEGYFDKCNKLILNTILQFIQETRKNGILLNKQIKHLINLFSVMGSREVEFTKALGEYDYICKKQEDAQKYYKDNFQY
YLLLETSKFYKDEIEDKQKFTAPEFVSWGNSIFKLELDMCIECYPKSQQAIENKLKIILVKDQATRLVDSPTGVGYMLQY
DRTDELKQLFQFIFRTKECITHIAKAYQTYFEQQGQLINNSIEQEQQQVKDGRQIHEAELYFTRMLEVMEKAQSILKNQL
QDEPEIQKSYSGAFMLVINKNEKSPMWLAIYTDIIIRSEKGVNEMETDKRLSKIVSLFQLLYQRDVFFRHYQKFLSNRLL
NQQLQNIQLEKQLLQKFKGETGTNVLTQLSSMINDIEQSNRFASDQQISKDTKFDLNVFLLSQGCWPITTILDNVIKPIQ
IQNVLENYEKIYLGKHNGRILTWCFNMGQGELIYKLQADKYYLNVNTMQMIAFLLFNQATQFSIKNILEMTKIDKIDLEN
SLIPFVCLKIIQREKQEIEDFSDENEILKLNLGFNNRAKKMKLLPNPKMQPKRISKVKEQNQEELQQMEQINKQREFVVD
SQLVRLMKSRKTIKHHELLENCQQMISIFKPDILFIKKRIENLIEREYIRRDEKDWNIYHYLN                 
>Ptet_A0BJU9_A0BJU9                                                             
MQNDVKLISAYETAFTTAFNEIQDSHQYLAIYADVSIRSEKGVNEIETDKKLNKIFSLFQLLYSRDKFFQQHQRLLSSRL
LNQQTQNINLEKNLLQKFKGETQTNVLSQLQKMVNDIQQSYRFATDQMIHKNQKFDLTVYLLSQGCWPINNIQEQIIAPQ
EMLSSLNLYEQIYLIKNNGRILLWTYNLGQGELNYKIQNDKYYITATTFQMITFFLFNKENELTIQQIQERTQIKIIDLE
NSLIPFICLKVLSRQKEDLDEFSDKNEVIKLNLNYNNKQKKLRVLPNPKMQPKRQRKVGELTQEEREYEEQLIKQRELVV
DSQLVRTMKSKKSVTHSDLIAQCAQMITIFKPDIKFVKKRIENLIDREYIKRDERDCNLYHYLN                
>Ptet_A0BLH1_A0BLH1                                                             
MENLIIFDQLKYQVNIKINKQKIARMLPSKTSLYENIEEACTNILEKNIDVSLQQKSKINREIDEYIKNQNNDQQQQEAK
MFIKVALDCIKKHYAKNILPKFQDKYKDALYHVETFLQIHTTFVKSMKSFKFLLYQAAQNLEQESIPGFYSSLFDNIFVQ
ELQMVFKSVLFKCVVDMIKTACEEEQKQLKISDLLYKFGNVMSQLQKSTEELLDFKIEQEFKQKIFDYFEEKYQQNYKSW
HQSLNTQMYLRKVQQQKEINEKVLKFGDKTILEQVNRILNSHLLTYYKPYLLADTNPNNFEHLLNEFHKEPVLQLQNLKL
IGDLYGSLDDHYDQITTNFKNIITQEGQAIMQKKNHQIVETNQDQIFSDPAFIGQFYSLYQKYSLLIESCFAQKSDFIMA
LNNAFESFINLPIGNHEFADYLVTFIGEQIELLRNSPKNATKSPEQIVKLFVFINQKARFLKLYKISLAQRLIKYQRQVE
AKKNKQACTIEMNIVEEMEKKCGAQDLESLKIMIKDFQKTENEVTKIQEEKGLYKLQIQPPIIINKQHWPEIDEIQLNLQ
SEIITQQKEIIAKRQQQKTLIWLDLISYVEIQSTEKALTFNLSVPQAVILLLYQYRNDILDVNRISSLTGLKEQYVIHNC
KMMKDAKILDEQIVNDQICYQFNENLTKQKKGKSKKIVTETYFPQNQVEQVVSVYDKDLAIEAAIVKIMKKQKEMQFSDL
VIQVQGHMKKNQNVEIPFAQIKQMIERLQRNEYLERDANNMQLIKYK                                 
>Ptet_A0BJA6_A0BJA6                                                             
MSNTKDKELFESYTNEVCQLMRSDKNVQMSKARYLPLYNWTYQFKNDQVMGLKQIFEDWLLKYLNTQLIPELLNSQDFIS
TFIFEQALFKSLLRYLSILFFNYDAERGSPQLYIVELGLLNFDKLVLSNDTLKQRYKESFINRLNQIRLSNNQNQKQQLL
TFLEIFDLNTLAQNQRLEITSIDQQVIIQVRQKTPKMVNLPSPQNVCDNFLFDVIQEATKKFYSELSQTWIARGSSTEYV
KQAANQILIEESLREQLYQKFSRSNDIMKVFICEMLEQNVDQIIQNPQDGLYQQFLQLRNSSDLSPILKLYQLYKNTPNY
IENQLKEFQKFVQNQVTQMLTESEEPGQPGQQQQLQQKQAQQQQANRSLQIHIAQIDNLQKTYEYCLRLVQNCFEGSHRF



RNNMELAFKEKLNQADRFMDKLSIYIHVSLKDKLKETNNEEDRQKFEKFNKNILAFIQFINSKGKLFQKITDNLKNRIFR
GEIKNFGYEEEFLKSLRREHPEHLPSDLLTVWKDYKYYRNLDNEIQTLLSNKKLLQNAQAQFTIFTRTNSLKEFNTQNKK
DNFIPPKMIKDAISQMELFYQTKQQTEKKQLVWNFRIGQTLINYKFGPSVQQVGKIIVSNLQLFVILYLKQFGSRTKSEL
LNDTGINYDEELTQQMENLLDLRIIVENEGKFYLQTDQTKLKVQLVPNRPITLVPKKVGENTEDQIMLKKERDLKIQSSI
VRLMKTNKEMYYHQICAGVQKGLLGYYDFFSQDILAQIDELINSNYIKRDERINNKFLYTPV                  
>Ptet_A0BKZ0_A0BKZ0                                                             
MNIFDILNSQFVSQTQYDTIIAQQKAYQQYYSQLQSDPNKIAEIWPIVRQAGILDICYENYKYFAKENKLSSLEPIQKLM
SSALEEEGKIDYLADFVKFMGIKQDYSLFDQVRTVVEKYELEYDIQDRLKSLNNLNFKEQYQTITIELLKLYAEKVYSEE
GFLNELLEFGAALESIEPLAKNIIQQVHADRTIKNMFEAVLYYPDTSDHLHEFKSSMEVTKMYANMDSCLQQQMKKRLLI
SGVNTDTILKFYVNLLKVLQFVDSDYMVFDKVTKPIKEYLLQRSDFLRCIIGILTQQNYSTDKVMIFEQQDSSDEESSQE
KDLTSVLVSLYGSQEAFISEYQNMVAEKILTPKDFSLEQEIANIELMKIRFGEQSMNTCSIMMKDIYESKRIDTNIQSLT
TQFNMLKPLFLSKTFWPISYEFKPTFKLPPAIEQLFNDYQKRFEKIKTMRSLLWHHDLGSVTLDLTFDNGDFEFKCLPIH
ACIIGYFNDDDSKGLYSDALAQQLQMNHEDLKRRMQFWVQKGVIREQKGENDVICYTSVKIYVPQSCDDLLIEEIPEDLF
VSSTNFLQSNQLIQQISHNLIELLKQTGTLKIEKIVQLFKTTFKSEFSTPITENNIKEAIKILIQKGKLQGSEYIELKQ 
>Ptet_A0BJV0_A0BJV0                                                             
MLKDFQNRFDILEEKCLKNARLLKNSLFSGAQFQLPKDEIMYLNREILDLSSEWSIHFPRTAKKQSKEESNLGIEFKMIN
LYKLCINEFVAEMYEELKKTQNQKETTLQLVAKHYHDYKAFSYWLYKIFYHLDTNTLSTLGADLHSLSLETLKTVYFKEA
QEKLFRTILDVLLESRQKQLLLDKKIKSLCELFVVMGANTVKLKYEKEQGMYDYICQNFLETEKFYKENFEKRFLEETQK
FYKYQISERQNLGVIEFVRWADRVISLEEQMCLESYSKSFDQIKQLFNQLFVKEQAERLSAGGLGELFNWENYTVQYLGR
VSVYNFLLKNSKFTIQLLFVK                                                           
>Ptet_A0CFE8_A0CFE8                                                             
MNTFEKIRSGLQVKINNLRDHIEKVLKGEKKVYNTKETMTFYTEIFNYIVQGEQQGQKMYDLFKGYNEDFLKESEKIARQ
SLKSDKNFIEEILYQHEIYEIHTRILQSYFTYLDRSFVEVLNNTSQYPNLKQQAKKQFYEQFYNKLFFSIKEEFKAKLKL
DRILLDKESQLLLQRVYKIIYGMKTFQDIGNNQLIQKEIKEDSKTYYQQQYSNFQQQSFLDQIKSLVQFKQEELGRIRLI
FGCEQSELQKELIDLFNNYIINSYASDLNSDNNDTLKNIIIQDYYEQFGQLVKFFDHFKSNTHIFVRKFQEIIIQQGQEI
IVEQKNRISQTKIKQEKEDQKSKFLEQLISLQQSYKKLIYDHAENNQFLLANLRVAFEMITANAEQHFIMESLLQKLHTF
TLKRIDIGEEKQLKEVMQLLECFQAKDLLLRNYQNKLAQRILTLFDYHSDFDKQIIDQFRKTYGPEHTKQLESMIKDYEQ
QKNEEKITISDIEIQAKILQKEYWPEIRPQLNLDNILILNQLKAAYREKFNSQQEKNQLIDISWQDQLSMVELMFRTNQE
YKVIIGVVGGAILLQFNHQNNPQTSEQLAQSIGVNNQYFLNQIKLLESKKLLTRDGQAYKFNEEFSNPKLKFRVGIILEQ
FVEYQYLIEEDIQGDRKIAIQAAIVRIMKGKKTQTFQQLIQLVKEQLKMFKPNDIDIKDVIESLMNQEYLKRNQQNMNEL
IYVS                                                                            
>Ptet_A0BYN1_A0BYN1                                                             
MKKIISENLSPEEAKTLWKYLDDACYLIAEHQTKQLSFAELYQHAYKLILNKFGDFAYSQLQISIHNVVDKLISPLNISN
DDQLLYDFVQAFEEVQHFSKLLAGILLYMEKSYILQKSLKTIKTICNESFKIKCFEKDQNLANKLLNCFLSQIRNDRNSQ
FIEHFKLKKALQILIDLNQEQQIKNKEYNYTIDYRINDDFYKHFLERKLIQDSRSYFKEESQSNLNKMTIEEYILFVEKR
YLDEVDRVQHYIPKISHQKVLDCFIKIYITSNAQHISQGLYDFIENEKTAIIIIIFQLFVKSEEFDLFVKTFSQIIIDDL
QILNQNANTLQGFIKLYEKIFSLYDKIAQYGNNEHQYKFHKAIKNAFEQVINKDNFIMMELNIYFDFLMKKETLRDEEKK
LQIDKGFLIFKLVQSKDEFEQIYRKHLCVRLLDQTYSSLEVEKDLLKKLRLECGSVLTHKMETMFSDLERSSEDSQKFRQ
KLSQNQRDSIDLDILVLTSEQWPITDSQPIIIHTELLLWQQQFTQYYQSKNSKRKLSFNYGLGSVSLKATFDQNSKKDFV
CSVFQATILMHFNKQRVYKVDELIKLTNSDKEIMQYELENLLQFKLLIQNEEENSLQLNQKFQNRSYKIKVQPKKQQSMA
LCSKQKVKCQELQLDSKEIALDRRFSTTKKQLDHKDLFKYIDKDAKTRHFPVEIPFFKECIENLIQKEYLIRQEGQLDTY
IYKA                                                                            
>Tthe_XP_001025745                                                              
MRTIQIYERQIAMSVFQPISEEATKYTLNQATKLLEKVTCSFRTGKIDENSFYEFFKLSAQIRSSNYFKLILAWHYEQIL
NFVNAIKADLQSNINLEVEEQIKLISKYYSCFQIFVVQIKQFLLSIEDFLYKTQLWTTVFKKSFEYFRKEFEGLKEIMIE
KIFKLIEKARTNYVIPNEELSRVIQIIIDLDFKKDIKIERDLKNNELRVISDSSTDNSKNYIQLFKNPFLEKTKNHFQKL
ASLWAGMNDVEYFNLALQYIKREEEICYPLLINNTKETIMDALQLKSRLQLYYQQKIFKPVFESAQKKITDYQSEEKNKA
YSKKNFRDLNQKIATEWVHDLIQTKKYVEKQIPNEDLLFNLAHQEAIDKTFQYCLTEFKNASQLLLLYYLSDEEYERRQA
DFNTIFVYMQSKDEFLQYYQQALCKRLICFNFKSIDAEYKMVTQFKNSIGVHTTVIRFQNMLTDLKINEQYNKEKFQNDV
LKIYILSSVAWPLLRNEQDNIIFPSSFVGLINQFTYQYNQIYNKRKIYWLLNEGSAEINFISDNMDNFGGKYILRTTSYQ
MLILMKMNEKDQFTVKDLMDQTGINKYSFDSNLKQLIKLKILNCSENDKYTEFSEIKINTQFYSTKKSILCLPHASVSTQ
QDDSNISSIQTTVEQERTQIIKAYLVKIMKIRKVMAHNDLIKECVELIKKCSRTFEPCFLHIKNCIENLIEQEYIKRIEN
DYKKYQYVQ                                                                       
>Tthe_XP_001019597                                                              
MENQQMSDLQQAISKIEATQQKLIDFLSSGQDIQISNKEYMHCYEQNREEMQLFDWFSQQMEQYLDNQFQRKIQVLTGEE
YLEKVKEEWQNLQLYLFWLKFIFTKFDQSYKALHGQSLSGKTFTLLRERIFIRNKEIIYQIIFDFLNKHRDDLQVPFQLI
VKILQYFVELGYAENVQLVKYKDLQGFSKFGYVSQQCKEDLSYYREHFEQRLIDNAKEYWNKKSAQWLEDFSVPEFVKNA
KYALEREKERSQQCFKWSYKLYMDTCEKEIISNNAKELIGNKSSGLANMIKQDKYQEIQELYNLMNYRREDTISILSSEL
NSYIKTVGNDINNNEQLNKDSKEYIREVISFYKKIDGIIKEQLNKEQDIQMARDRGFREFLNKNDKYIFFLAKHCDQELR
VGMKGNSETEIDEKLQDIIDIFLCFDSRDSFITHYQKFLALRLLQGNTLSDENEKKLITLIKKEMGKSTTNKLTEMCTDM
VVNQETMNDIKKKMKEIDSRKCDEIDWKITILTSGHWTIQKDILDVPNELIWIADTYIKLYKEKHKGRKIDWAFSQGNAE
ISTKFDKKYTLDVTNYQLLILLMFNKADSYTFKNISDVLKIPLPELHLNLITLCKHKLFNRDSKNDLSEFKDDEVISVNT



KFSSKIVKIKMHPNPELKKALKNQEKTVNVNENEIEGELKKLREHQLDACIVRIMKSRKTLALNDLNAEVVKLIGHIFKP
QPQQIKQRIESLIERDYLIRHIDDRTKFIYKP                                                
>Tthe_XP_001031380                                                              
MLQPKRDSLQLEQLENKFEKHMLKEYKDEFYSILNLDRTESEINTQNFIKALLSLNKKYEIHMNFLQDLDLECEEMQKKQ
NLSVNLSQIFSLNLIEIANLNENIYAFYRKELIKFMKFVLKEHSSQIDQSLITESRRTLIENEPENFQVDIYQNFFQISI
ELGFYTKSLQILNEVLVKDIQEYIESQQEALQNNTPILKRCISYFSNFHLNFLQVIAQSVKTISSKEIQLEQLQGELKIL
QDQLLSKIYEIYGKICIQNIFRIVLEFPESYELVQELKEIVEKTNLLNQLKIANTWSYNNKHFKLIHKLSLNSLNYRSKS
SYFGQFNISICHNQITNQINLNQFIEKVTFPIKNYLLKRNDTLRCIIEHLTDDKNTNKLVQERLKIPSKFQSYDLSSDED
ENEAEKWEESDLLSILVNLYGSQESFISEYQNMLAEKMMGTRNFDIDEEIKNLELLKLRCGDYSLQTCNIIVKDVKDSKR
IDNLIHSYKKPINPEASLKNPLLSIDQLHCMFVSKGYWPINYEVEGFPLPSYLEPLFQEYAKRFERNRAMRKLIWHTNLG
HVNLTLTFDNGEFEFKCLPIHAILIGYFDETSIKKLKLYLEQKYFIIKQIGFNPEKGVSSDFLSQETQLSQNQVKQKMAF
WVHKGVVREFKKQVPKAQSSNFKNFQGYNEEGAENADNDVNVYFPVRYFIFKIDLIYCEDEENEMILRDQSYIGFENTQF
IKYIENLIISILNKTGPRSASQLHCLLKTLYKTDLEYPVQEDQIKDVLRNMSQKHKLIFNGEDYSLPISQEKVQ      
>Tthe_XP_001026152                                                              
MQIEYPLTSQVSIPNSFSFDIEAEIEKPNQNYFEKNWLEIEQFLKSIYESEDINCYCFQHFYDMISSICDNEFDELLYKK
LEEFYRLKFNVILNDIALQPEDFINKIEKEWIKINRCLIILSEIFKQFEGSYLYKTKTPSFDNFILKILSDQFNQEFNSL
LDAIITSLLDTFRNIRDQNPYNHEQLKHLMGMIIKIGSYENQFKSHFFEQSNKYYLDLQQKHRANFDLRVYLQEIEHRLQ
QETGLIEAYLSKATGKILIDLIQKHLIAENLETIFSNGFDDLLNQRDYQNLQRLFHNMRNIDKLDFLKKNWNQYIRRKGE
EIVNEENQDDITQHLLDFFHDLDIIIQKCFENTNLLKQAKNYALEHVLSIKVNTIAELTSKHIDTKLKKQNKTMQDHDQI
EKDVDDALELFRYLPAKDIFEAFYNKRLARRLLMNLAYSYELERKVLDRLRSECGDQYTMKADEILKDVNESKQLNKDFN
DYLSSQGLDYNKKNIFSCIVVSSSAWPMKNQQLPILFEPFDKFQKEFKKFYELKHKGVCINWQHETSTCDIQGNYNKEKY
IFQVQLIQGLILLCFNLKNKLSYTEIHNLVQIDEEELKKNLVSLYAMKDTQKLLNKSGEAKRVDETDVFEVNEAYQSKKK
LIKVNSIFKKETKEDVKETTDRVLTERGFVLDASIVKILKSKKNIYHQELMKELFNDLMLPINASEVKKRIEGLIDREYM
KRDPENHSLYHYVA                                                                  
>Tthe_XP_001014520                                                              
MSKAQSSYKPLSEEATKQVLNNANQLLDRVRRNLKTGEAIKISNEEYCKLQSGEMSVVVFELDMDAKIFSEEAQMSLRIE
IRNTDQFNLIGNWHKEQILNYVNSIKIDLDSKTNVPEEEYIKLISKHYYDFQILVMWIQKFLMSHETFYFKAQLQTTCFK
KSFEFFRDEYFLGLKDRLIEKVFKFVQKARQNVDVPKEELKRVVQIYDDQDFGNDIRIEEDRQSHKLRVISDSSSNKQSN
NYVDLFEKPYLVEVFKTILFQIYCISKVAYQNTSNILEKTIEEFQFAQDTSQIILYFLSQISYFYFDLRPYLILQANSDR
FLILNFVQFLHPFYPIFSKHQQIEKHFQKQASLWTDKTTPEYVQEALIALNKEEQLCQDYYPRSMNPINQTINGIIIKDQ
TQYLLEHSTGIENMLKNGKDNEMKDLYKLLCRVKESLAQLGQKVRTYYQSCISQKCKDAKEKISAFKPDKTKNIRDFTKE
TAIEWVKGLIEFKIFVDNQISTLFSNDLELQKARDNAFQISLREFKESPHFLSQYCDDLMKQQLTDHESNDRQIEVNAIF
DYMNTSRDEFLLHYQQALCRRLIGFTSKSMAAEKQIVTKFKNSVGALPTLNRLQNMLTDVETNEQYNKEKVQNDILKIYV
LNSVAWPLKRNELEKIIFPSSFAGIIDQFTKQYNQTYKQRKIFWLFNEGSAEINFTSANKKTFAGKYILRTTSYQMLILM
KMNEKASITIQDLMDQTGINKDSFDNNLKQLIKLKILSCAEEDKYTESSTVQVNAQFDFPKKVVPCLPRAPTSGPGANNP
NIQAIVEQERTYIIKAYLVRIMKGRKVMAHNDLIKECVELIKTCARTFEPSFPHIRKCTESLIEEEYIKRQENDYNKYEY
IP                                                                              
>Tthe_XP_001012772                                                              
MSSKTFMNKENTEGKSINIKGSVTSQGQIPQQQQAQQQQQKQGFVYKDPKALQSWDVIEQAIQMIYEKKTHTLSYQELYH
HAYILAFYGHGDQAYSRLKSLLEKYSLKMLNTLGYYDSEEQILVKMVAVWQDYKQMINILKGIFLYLDNNYVTTKNLQPV
LVLGYEVFQQILFIQKSEIYSKVLEIILTMIDKQRLGENIEGQLIQKIIQMSVDLGMKANIQKCNQYSRQIQYEYIPELT
IYEKYFEKGYLDCSEKYFSEESQRLILQLSPKDYIIAVERRFLEEKKRVHSYFYQTSKNKIQSLFFQKYINDFAKAIVDN
QENGLFNWLDNDEVVIIKKSHTLFQNTKESYTIFLNIFYKYVAHQTSALAARQSTPVKEYIEDIILFRLKIINIMQEAFF
SLLKTDDQLTIQRQTQKSFEDSLNDSNFPTEQLNCYIDEAFQKDFKNKSEQQIEEVLNSVFEIFCLIRNKDYFASIYMKS
LAKRILYNKSLDENNEKQIISKFKLECGTVYTKKMETMFLDMQQSLEYYNEFKQLFIKNLNTKSAYKSLDFDIKVLTCGN
WPYKLNQFSQVKIPNQLEPYISEFEKHYKSKFKGRKLKWIYSVGKSIVKGYYSFNNSKKEFQVSNVQMVILLLFNNKIKY
TQQELTALLQMPYEEYKLHLLPLVQLKILKSENNIDFEYNDQFSYKNMRVQVNVMKKEASKTESSKNLEQICLERKFVVE
SLIVKIMKSRRKMEHQELYQEVARISQQHLFLPDQQTVKQCVNSLINRDYIRLSENKDYLQYVV                
>Tthe_XP_001012757                                                              
MHQSIQKYDFQTGWKEIDPVIQKLNKMLDQQSGSGNSEEKLMINKIEYSNTYTLIYNLCLEKDSNNSEQLYEQYKKQIQS
FVKDKRKGTQRRGFAQENNIKVGYLSNLLKIHDQILFIFRQVIHRAQQPLEAQINRQINEQNVDENLKFVFFAKGYYLYL
KQVHDHLKDNIILAFQQEIEKDRNNYKSDLDMLRKISEIFVEINKSDNKDENYQNLGKAILSHAKAYYQSKFQEWSESCS
CEEYISNIIIVQKEENRRFEKCFTKFTDTQKQISQLFNEEMVLKYRPILLVKDHGFTFMLENNKSHVLQQIYQLYKNLND
NFEELRQTFGDWVYKIGSNIFEEKIKQNIEEKPDQKKKKHATDHEFVEKLFNEYKEMNNMIVQNFNSDANFYMSFKAALD
KFLNVPIDDYGLPELLANYTDFILKKENLKQEELDSKLNQIIEIFNHLTEKDIYLILYQKQLATRLLKAELKAGSRYDDE
SLMITKIKGCCGQGQETKNYEGMISDIKYTMDLKKNFDEYMNQKIKVVDLNVKVLQEANWPSYKSTTEIILPPLYENLKE
DFKKFYQLQKKSQKLNWINTLGSFDIKMNITFDKSNFFLVNVSPLQLCILLQFEKVDTWIPISTILATIGMKKDNIAEFN
KEVAQLIGKKILLASKSQTQKQEEKKDESDEVSFKFNTQFTYQKKKFSTVPEESQQKFKRDIVNENREHVIEATIVRIMK
SRKTMKYGELVSEVNVLLRKFQTQPHQIKKRIESLVEREYIERDKNDMNLYHYKQ                         
>Tthe_XP_001012576                                                              
MLHTAKVNEELYQKARELVTDVHAKVLKILKRGENVVVSNGEYMPCYNAVIKACDSSQEPTANKDEKIQNNEERLFNWFK
QLIKEYLLGDVQESNLIMDQEQYIEKVYKQYKNFQIYLHWLSRLFYYLDQFFLKNKNSTLHVEGFKIYRDDYFQIINNKL



FNHIVNFQKMAREDQSIPRETVKRLIQIYQEVGFKKTVKLKKIANSSEFAYEVDDGSKYYEDNFQAKFADEMEQYYLKRV
NEWSNLSTPEYVEQALKSLQKEEEIAQYFYSKSQKIIVNRIEQIVIQQQSETLANNEQTGLYSMLKEKKENEMKNLYKLF
KRVAETLDHVAKKLGQYINYHGNIFNEQSDSRKSEGVTQKDIAVEFVQKVFALKKECDHLVQDVFNQDITIQKARDNAFQ
NFLNKNDKSTFFLATHADIILKQEGLQNEQEIEDRVQEIVGIFVYFYSRDTFFKHYQKFFSNRLLNATSRNKEAEKSLIA
RFKTEAGQTGVNKIETMLKDINNSEEFNQDNRKHISPLGIELNVSVLTTGSWPIANTQEKVSTPQVLKSSIEKFEQLYKS
KYKGRNINWLYSQGTAEMQFRSKEKYLLIVNSYQMVALLSIQSQANTISYQKLVQISGIPENELEFLLMPFVKLKILNKS
DEGDAFNNNSELSINSQFQNKLKKIKCIPGGKQAQQKKQKEDDEGRTQFMEEMNREREFIVDACIVRIMKSRKTMKHNDL
FPEVIKLINNFKPEIPLIKRRIESLLDRDYLKRDENDRNTFIYVP                                   
>Tthe_XP_001007602                                                              
MKILKKIPKIFYKIRKLLANNQYEDINKLFSQDKYANLFQNVYQLDGKQVQLLVDEIMINILDSSNQQLKLIFKGKSSDD
DSTILNQFQKILRDQLIQIYFISVFFYQFDELIFKGLHQVSLQQYCLQKVLDSSNGKFSMKIVDQIVKDLNKRKQQSYDF
QISVLFNCDFTEEEAEKLIRYQEKKRIEEEKFKQLMEDDSSSDENKQVSSSQKSLDQQEIEQEQEEGDQSLEIELENKKS
KKKKRVIESKSKKEKKKKEKVEFESIFSLIEEKYIQKLKSDSEEFIDRIKDEKLEDQITQIEEYIFREQQFISYYMNRIS
IKVSDLLQKMCIYQNYPKLINHQKYGLTYCFNNQNYKELKLIYNFVQNDNESIKTLSQKFNSIVESVIQKVEKEQEIMFE
DYKKEQQNQAENYMQNSESKDENLEKDIQYIQNCQQKWIKQIYEIYLIYYQNGLVQAFDNNPTLNTALSRAFESQFNSSE
LAVDYLVNSCHQYLLNEKFRQTSLELKEDEFENFISKIFSYIFQKDQFLEIYRKLLSRRLIYKQSQGEKQELKYLEYFEK
SIGLITQIDHMKQMIQDLNKSDLIKFDYYEQMKKINKDNQDQKSKNSLSSRSRSRSRSRSKSIESRSEKSNKRRNNGIQI
DISDDNSEEEIEIISQNNQIVIDDNAEIEQSRQVIYYSLPKNNSQRNQEVGQMRSNSRTERSDSNQLIQIEDSDQNNSDE
DLIISETKPTKQKGKRYLLKKNQIIIDEKEENEEEGGKHNNNSQEIKNSLIDVMILTNMKWPLKLSKTNANSQIILPKAL
QRYYQEYSESFRKVFKNQRKLDLLHHVSYSTLQFKSDSKLQFGGTYLLQVSSYSMIILLCFNKNNSISVQELKEKTGINK
KIIKEKLNILSKFNILKLKITEDNKDQQSEKNKKNYEVNTDFYAKTQDLEIDSIPQEQFYSQQILQNLRADAQTQKSQKE
INSNIINHRKIMKDKETLHKDELIKLVQQKLKDNKQIFIITDSFVKDQIQSCIDQDYLKNSQEQDILLYVK         
>Pmar_XP_002781751                                                              
MSHSRAFNTNTSSSSSSSAAAAGFRHFRAGEPIDEGEAARTWESLKSAIQQIHNHNASHLSFEELYRNGYNLVLHKYGLK
LYKGVEETVSLHLMEVSKRCIESPDEDLLARLKVEWEDHKMTMGMIRDILMYMDRNYVRQHPEQCVPVYDMGLRLFRDTV
IGHARVRDRAIGQILAELRRELHGETITDPHLIKTVLSMLVELSSIQTLPSQRSVPETGYRADQSLQATSPSPSDMRPVI
YVEVPSPMQSANDYYSWFEINYLALIRDFYTREANEYINRHTVGEYLEKANSRMRQEKRRVETYMDRNQTMPKVQEVLDS
VWLGRHYKSLIQQESSGCKVMFAQARVSELRLMYSLFSRIPDALSDIATVMQQSISTAIADLIADESTVNAPVSFVEKLL
SLRERFERIVSQAFRGSLEFSNHMKMAFENSLNNGPKCAHYLSLYLDELLRKKLRDMTDADFHSNVDQVISVFRYLIDKD
VFESYYRSSLCRRLLNSKPSSANVEEAEKLVVTKLRAECGQQYTSKLEGMLKDVSLSQVGDNILNLFRNLSVSSSCQVCT
SGFWPTHTPPRCDIPVDMKSLIDRFETFYLSKHSGRKLTWLFNYGTGELRGIARGTIPILFAVVVTDYFASVDIRSRAGR
SPHVLTVSTYQAMILLMFNSLESLSVNEKSEREDDAEIKRHLMSLYVNPRVRVLLRESPQSSKEPISGDIFRVNTEFESR
VRSVKVPLIALANNKDGAAESSSSGNAIPQVVEEDRKHIVEAVLVRIMKSRKQLDHNSLVVEATEQLSQRFRPTPQLIKQ
RIEHLIERDFLERCPHDHKTYNYLA                                                       
>Pmar_XP_002775084                                                              
NSSYRGHELEKSMLQKLRTECGGGFTSKLEGMYRDMDLSCALNKEFTEKRNQQLQGDDNQSPQFEAMVLTSGIWPTYTQW
PKD                                                                             
>Pmar_XP_002774654                                                              
MSAHGETVPLDEGWTLIREKAIDKLEYYLDTGEVPKDVVQVEGKAPRIFGAGDYAQLYTTVYNMCTQRSPNNWSEELYQR
YGESMSSYVTRRVVPRIEGLEGKPLLEELLLRWNNHKLYSKWMERFFTYLDRYYVKLQSVDTLAVRSVTIFKTLAFDHGH
VPARCRAAILEMINKEREGTEIEQSLLRGIVDMLFDLGNASRSTSAAEGSSSSSSNRPSLGAAPSHGNDELSTLWVYQQE
LEEFLLPETARFYERQAKAWLVSDSLPEYLVKTESALMAEQKRVETYLHPSSMQKIKNVIWNQLVDYCQSQALEKDTSVT
WMLDNDRREDLSRLWRMFGLVNNGLVPIAASFKQYVQDLGNSVVDALLDQLTKLGPQPSPQAKAEILADPSFVQKLIDMH
DRFKTIVAECFQSDGLFQKSLKEAFETFINRDLGRFSIAAMMSSFCDKVLRRGGEKRSEEQVDALMSKLVDLFSFLTDKD
VFAEIYRNQLAKRLLYDTSASDEAEKNVIQKLKMKCGAQFTSKLEGMITDISLAADMQKQFREYLSHRDSQADYDNIDFS
VTVLTTGFWPTYHPIDNVILPAPMTRCLGVFTDFYNGRTQHRKLSWIHTLGQAVVGARFGSRKHDLHCSTLQALILLLFN
NPAAHGGDNEGWISFQEIHTATGCGDDTLCKKLLATLSIARYKVLEKSGSNPRIIDVEEKFRVNPKFSCPQRKIKIPPPA
QDETHKAERVQEDRSISIEAAIVRIMKTRKTCSHQQLVSEVLEQLSFFKPNPKVIKQRIEHLIEREYLERDENQPNIYRY
LA                                                                              
>Pmar_XP_002771836                                                              
MSAHGETVPLDEGWTLIREKAIDRLEYYLNTGKVPKDVVQVEGKPPRIFGAGDYAQLYTTVYNMCTQRSPNNWSEELYQR
YGESMASYVTKKVVPKIEGLEGEALLKELLLRWNNHKLYSKWMERFFTYLDRYYVKLQSVDTLAVRSVTIFKTLAFDHGH
VPVRCRTAILEMINIEREGTEVDQGLLRGVVDMLFDLGNASRASSASDGQGSSSSSSTSNRPTLGAAPVHANDELGSTLW
VYQQELEEYLLPETDRFYERQAKAWLVGDSLPEYLVKAESALMAEQKRVETYLHPSSMQKIKNVVIKATLANTMSQTLEK
DTSITWMLDNDRREDLSRLWRLFGLVNNGLVPIAASFKQYVQDYGNSVVDVLLEQLKALGPQPSPQAKAEILADPSFVQK
LVDMHDRFKSIVAECFQSDGLFQKSLKEAFETFINRDLGRFSVSAMMSSFCDKVLRKGGQRGSCWHMGWVRIHNGVSGEE
QSRFDLPLGQAGGSPETVLYTLDRFCQHFCSCPIQRLQWLCNDGDRVTRERCDVRMLVSALEARHSDAVAATPLPPLLLC
TVPMTPACEMRVFIPRQGEGEPIRLKSLYPRRVAGTGPVELRMSTSYLPEGHVYSVVFTSQWDSGQTFTADCAVNTDRMG
VVLMAPSELLHTAWFQYGNDLYDVHLVIDRKYRSENRRALTVQSPSEIGSSSSGTEGSLSFEVFDIERGSNDIDGTSPYR
NTPTNWTPLSE                                                                     
>Pmar_XP_002768880                                                              
PDEDLLARLKVEWEDHKMTMGMIRDILMYMDRNYVRQHPEQCVPVYDMGLRLFRDTVIGHARVRDRAIGQILAELRRELH



GETITDPHLIKTVLSMLVELSSIQTLPSQRSVPETGYRADQSLQATSPSISDMRPVIYVEGPSPMQSANDYYSWFEINYL
ALIRDFYTREANDYIDRHTVGEYLEKAHSRLRQEKRRVETYMDRNQTMPKVEVLDSVWLGRHYKSLIQQESSGCKVMFAQ
ARVSELRLMYSLFSRIPDALSDIATVMQQSISTAIADLIVDETTVNAPVSFVEKLLSLRERFERIVSQAFRGSLEFSNHM
KMAFENSLNNDPKCAHYLSLYLDELLRKKLRDMTDADFHSNVDQVISVFRYLIDKDVFESYYRSSLCRRLLNSK      
>Pmar_XP_002767085                                                              
MQVIYPLKSSIGMGWAVRYNLVLHKYGMKLYKGVEETVALHLMEVSKRCIESADEDLLARLKIEWEDHKMSMGMIRDILM
YMDRNYVRQHTQQCVPVYDMGLRLFRDTVIGDARVRGRAIGQILAELRRELHGETITDPQLVKSALSMLVELSDIQTLSG
HTETDSENVYYSWFEVNYLALIRDFYTQEANEYIERHTVGEYLEKADSRMRQERERVETYMDRTLTMAKVEVLDSVWIGR
HYKMLIQQESSGCKVMFAEARVSELRLMYSLFSRIPETLTDIAEIMQQSIGAAIADLIADEATVNAPVCFVEKLLALRQK
FEGIVSQAFRGSLEFSNQMKVAFEKSLNNSPKCAYYLSLYLDELLRKRLKDMTDAEFHSNVDQVISVFRYLIDKDVFESY
YRTSLCRRLLNSKYESDSLCHIRHYGSPRPSSANVEEAEKLVVSKLRAECGQQYTSKLEGMLKDVSLTRCEGEGVYAFRA
VLGAYVYSVSLAQVCTSGFWPTHSPPGCEIPVEMKCLIDRFETFYLSKHSGRRLTWMFNYGTADVRSRVGRHPYVLTVST
YQAMILLLFNSSDALSVDERSEREDNAEIKRHLMSLYVNPKVRVLLRESLNASKEPTAGDIFRVNAEFESRVRSVKVHAG
GGSASSVEVGSAVPQAVEEDRKHIVEAVLVRIMKSRKQLDHNSLVVEATRQLSQRFLPAPQLIKQRIEHLIEREFLERCP
HDHKTYNYLA                                                                      
>Pmar_XP_002787261                                                              
FKSIVAECFQSDGLFQKSLKEAFETFINRDLGRFSVAAMMSSFCDKVLRKGGEKRSEEQVDALMSKLVDLFSFLTDKDVF
AEIYRNQLAKRLLYDTSASDEAEKNVIQKLKMKCGAQFTSKLEGMITDISLAADMQKQFREYLSHRDSQADYGK      
>Pmar_XP_002786385                                                              
MKSLIDRFETFYLSKHSGRKLTWLFNYGTVDIRSRAGRSPHVLTVSTYQAMILLMFNSLESLRVLLRESSQSSKEPTSGD
IFRVNTEFESRVRSVKVPLIALANNKDGAAESSSSGNAIPQVVEEDRKHIVEAVLVRIMKSRKQLDHNLLVVEATEQLSQ
RFRPTPQLIKQRIEHLIERDFLERCPHDHKT                                                 
>Pmar_XP_002784071                                                              
MDYLNLMSSSSRLSQLPVELSGDVRSMGSISSSDDDIESVEVVRGEAEPQGQPSASSGSKKRARKPSTSAHAAPMVDDSS
NDTSHPEGNPPRTARRRIMSSDNHHCIATLPDRLPPMRRYSKLNKSIAYRPGQAAVYHPMLERKLILKPFQVHPSELPPD
FVTDMWERSLKEAVRASYGRDGDGIEEMRGNRSLEERYRIVDTICRNGRELELFDLLRSELKNDIFSIVKSISECKVDDS
ATNEAVECLKQVQDVWNRHRKDLGLVRNIFLPLDNFLAATGGMLEGEKDSSRTRKNLPVGLREMGLGMLKKYMCSWEKKN
NERSIISRACECLLTCIQHSRSVCVGEDPSWDLYGDVIVMIRSLDMYKDMFERPFEEATKEYYEDESASKIDTLSTEGYL
DYVEGVWEKERSLHDACKLHSHTWQDTDRILRDQLLVMHSASLTSTERLLELLDAKPEPKTEAAKTLLRFLEVSEEYDMV
HVTSEVKLSWSQAIRTIGEALMKKYLAFNTLAEGVGLIKELLTLKENLDLILADTFVDPDLAVSFRIAVKEAFETFMNSC
DQVNKCAHLLAKYCDDSIGSYVRNMKSSLTGEEVEARMDSVMTLFRFISAKDIFEAHYKNDLAKRLLSAHTMRGPDEPLT
ENSSYRGHELEKSMLQKLRTECGGGFTSKLEGMYRDMDLSCALNKEFTEKRNQQLQGDDSQSPQFEAMVLTSGIWPTYTH
SVPTLPAPIASLQQSFTQFYIGKHSGRTLTWMPSLGGALVRYNMRSTARPVVKDLVVSAAQAIVLTYVFNDSSTATAAKV
CEVTGLPVEELRRILFPMVYRVRILNRSTGGPEDKQVAASESYTLNRELQEKKRRIIVPQMAVRDEKAEVRATDSRVNED
RQFLLDAVLVRIMKSKKTLSHNSLVAETLKECSATFTAEIGEVKKRIESLIEREYLERDLSSPSTYHYLA          
>Bnat_78854                                                                     
MFLSLSLSLSLSLCTVFFLPVSAHWKDARELAFTYAVSCCCPRIARGGRSSSSRNSAAAAGGDGVVAELVRLHEHCLGLV
EGPFQGSPLFHKSLKEALEDVVNSRVNDVSVGEMLAGRFHHLLKKGGASKGAPPEKLNQEISQLVALFGYLTDKDHFAEF
YRNDLAWRLLHNKSASMDMERVVIGKLKYSCGAQYTSKIEGMVSDAKTSIEFASGATRREQASPLLFDLGGDFNARVLTS
GFWPSHPEENLVLPDYMTATLGEFEKYYMDKFRRRRLKWIHSVATVTIGATFKSRAYGEIATHITQRTTIKHCTTIHQLL
VVPSPSHILTYHYNTVGTQYEFSVNGFQAAVLLALNEHGETGATIATIRRRTQLEAGVLKRVLLCLVVKSKILRKSPAKD
YNDSDRIFPNRSFASAQRRLKVPSHIPAKEKKSKSRKAMMAVVSEDRKGALECAIVRIMKSRVKIRHKSRDGRFCGSDPA
SNLVGSNKMMMIVSDNSYSLYRSSFHG*                                                    
>Bnat_90538                                                                     
MDMLSTELKVRRGASNYIPKQRVTIEPFKRRPEPPSDFEQKALETLTEAVNRIHRKVPIGFSREELYRLVESLCIHEKAS
KLYSCLHDLCKQFVQQQVRSLGGESINKGIGGKLEVGAVAVAVTQQDEKILMKASSIWQDHRKQMNAIRSIFLYLDRSYV
VSHPRLTSLKGMGLSLLRTTLTSQHPEVLRDIVRAVLSYIKRDRSRKDKVTADTVLLKSVLDMLSHLEIYVQEFEGVFLK
ATKEFYAYEGQRFAMVKGVPAYMKHISERLIEENKRVEDYLAESTRKPLLKALEEALIASHVDTIVRRGVDELVEKYATE
DLARMYHLLSRVDALASLKKYFLDHLKVAGRNLVMMGDESQVLKDKQPGERLNPHEIKLLEQEEKKVIPELLMYKKRLDK
LVHDAFENDQNFTYALKQGFEYFVGGADYRVAELLSRHVDALLRGAKARTLTTEPQVNEIFNPLLTLFGFVQSKDVFKGF
YQKELATRLLTGKSASRNVEKIMLQKLRALCGAAFTKHMESMFGDISLSEDLAREFHRSGSSSSVAHQSGTQLSIDFSVR
VLTEGSWPKSDDNGSMQSISLNLPQEIKDSQASFEAFYAKRHK                                     
>Bnat_84566                                                                     
MFLSLSLSLSLSLCTRGGSGKGETRFGAAVQALQPVRPIPPWPISPNSWGARILADARDPRGRSSSSRNSAAAAGGDGVV
AELVRLHEHCLGLVEGPFQGSPLFHKSLKEALEDVVNSRVNDVSVGEMLAGRFHHLLKKGGASKGAPPEKLNQEISQLVA
LFGYLTDNLIEVLFYRNDLAWRLLHNKSASMDMERVVIGKLKYSCGAQYTSK                            
>Bnat_84567                                                                     
MAGRHQYSRVMEGSSTSALDGSPAGGRRRKPRTITLEEGWGRIYREGIQKLHRVIKEKGSGRQFSNEEHVKLYTLVYNMC
NQQAPHCYTGKLYTLFGKSVRHYLNKVSLPAIQERPPGAYLVREVVSQWDDHCLISRWMCNFFDYVNRFYVRRGSLATLE
QVCTTAFKTAIFDPIHRKLTSTLMALILADREAVAVQHDRRSMPLLVQGEGTAAMGLFGTNISF*               
>Bnat_73813                                                                     
MAASSTEATVDAWTELSTTLGDLHIWAGPNASCSASAFKSNQKIRSAAVQLKKAGINQVFFEWFLEKCLDKIKKKYVPEF



HEDCEFLMKSRKEEGEDDEGSQEECTNQNQQEKKEMKILPNTSGEDLLRMLRGWNVEKYSDSLDKVLGILLKTRTFILNV
SVLLMLDGGRMNMSMLSVSSYSSVREKPPNTPFWQRVDAQFFTKMPTGFQDGMMAFANMRFLQYQKLQKIRKVTIQGNAT
LDAKQSVGEGGQRKADTRKMRREGKMKKKIRRRSFRVPPPLATCYDHQLREIGWMRFVEKAFSRVIYARIESRLANICAG
VYNVPQLDNAISWMKLTVLRWLQCFTNSDSSTTTTTAAAAAAAATPTVSLTKRRREKAYLDPSAASSTTTTSSSSSSSTS
GVPDATSAAAESSWHQRVVMFTYRKFAAMRIDEMWDIILEFPDTEAALCDLRKALAFTGDHHLLIQSLKHTFNNRLLTPG
ANTQDILLQYSYTIGALCVVDPTRIILKAIGPRICGYLRSRSDTVRCIVGSLIDPKGDEKERDGLAELAADLDPLGNTEE
RHSDDETGDPFEWEPDAILADSSKVRGATTAHKSDILQMLMTIYGSNALFIKEYRLLLADLLVNKIDYDTDKQVQQLELL
KIRFGENAMHACDVMLRDLANSKRINSHIRPALVAKDAKMSSSSSRASRPTTPAETPIKRGRVTRQTRQSTISFRSRKSR
ASPTIHIHSDTSGSKENDAKSSQQGRGLKDTAPVTPPGATTRSHIASSSSSSSIDYDKKFLEATIISKEFWPERDENELK
LPAQVARVAELYSEQFTKLKAPRVLRLMPSLGKVHLEIELEDRQLDLEVTPIQASCLAQFGETESDQLTLNDIAEGMACD
LDLCRRALAFWLQKKVIKEVKSEDGSVISYRPLEKLTGEEDDDHNMTISLADDNEDLESALRSQRATESKKVESYIMGVV
VNFKTVTLQHIKNMLKLLTSDEAIRLTDRQIMDTLERMAKSGKIECRDGRYRSIKKRR*                     
>Bnat_46233                                                                     
MIETESNNFFRAKEFVELYDHIFKMCIQRDPYNWSEELYRRYSDSIKNYLRENVKPALEKSRTRYERAYLEQWKTRYANH
GRIVFGLSKLFMYLDRFYTPSTEGALSLKKQGYKLFDDIVFQKYSQYARGAILNAINHERNQKEQDRKLLKDSVNVFVDL
GYNIGENTAVRLRYYEQQLQQDIVKDAGNFYRREATTWLREDSTSAYLIKCEEALDAETDRVRAYLHRSTLEPLVKKCYT
ELLKVHQSALLNKTTGLYYLLEEKQNEDLKRVHDLYSRYPQDLPPIGEMFRTQVQKEGKAIVKRTNEAKGKSQSDEKHVL
VTDLITLHRHYDTVVRDCFGHHQVFQKALKTAFESFINENDSVSKLLALYAHDVLKKGSKVTVENVEKTLDHVVFLYGYI
RDKDVFDHDYQQLLQERLLKRKCSSEANERAMIAKLKSEAGYQWTNKLEGMFKDVGVSKNLTGLFKNFFNTEEKCGLTFN
VNVCTHGFWPSTNYTSSKTPDALKMATDNFKDFYHRRYAEREIQWRMDMGEAEVLVRFNTKTEVRLSVSSYQMAFLLVFN
KKKIASFQDILDATGLKSDTTLQNHLLSLAHPKLGVLLKRPNSRTLDRKHKFQLNSNFKCKMRRITVPIINVIRHSVNPT
VDPSIAIQRRCQMDAAIVRAMKTKKRMQHMELVNEVTAQLRARFSAQPGMIKKRIEHLIEQEYLERDSSARGVYKYLA* 
>Bnat_40690                                                                     
MSKSVLNINNAGLTNDQAEKIWSGLRTAIIEIQNQNASELRFEELYRNSYTLVLHKHGDLLYNGVRRTVAENLVKISNEV
SNTVDGQLLEKIVEAWENHKIVMTMINDVLMYMDKTYCLLKKKEPAYNMGVLLFKDHVIMEGQVANRLKSLLLENIRLER
TGRTVDRILLKNVLCMLVEINVRNTNIYKAVFESDLLSSTAVFYQQESQNFMAQNTVSDYLRKIERRIRQEEDRALEYLD
KSTHAKLRHVVQTELISNYAQQLVENKSTGCVHMFHNDMVGDLRRMFVLFSRVPGTLTHIRSCMSSLVKKTGTNIDLENL
KHPKFFVQKVLNCRKKFHIFVKESFMEDRSFTRDLKDSLEYFINLDSRAARYLSLYLDDMMRKGLKGKSPDEREKILNDV
ISIFRYLSDKDVFEDFYKKHLASRLLIDNSGDREDEKMMISKLKAECGHQFTSRLEGMFADIQISSDLMASFKNQHQSNV
DINVTVLTTGFWPVHNMEHCTLPPEAKKATDEFATFYKTRNSGRRLTWQTQSGTAEVLCNFKHGNKLLAVQTYQMCILML
YNRAETYTYAQIAKLTNIPDKVVTAAA*                                                    
>Bnat_54551                                                                     
MSKSVLNINNAGLTNDQAEKIWSGLRTAIIEIQNQNASELRFEELYRNSYTLVLHKHGDLLYNGVRRTVAENLVKISNEV
SNTVDGQLLEKIVEAWENHKIVMTMINDVLMYMDKTYCLLKKKEPAYNMGVLLFKDHVIMEGQVANRLKSLLLENIRLER
TGRTVDRILLKNVLCMLVEVNVRNTDIYKAVFESDLLSSTAVFYQQESQNFMAQNTVSDYLRKIERRIRQEEDRALEYLD
KSTHAKLRHVVQTELISNYAQQLVENKSTGCVHMFHNDMVGDLRRMFVLFSRVPGTLTHIRSCMSSLVKKTGTNIDPENL
KHPKFFVQKVLNCRKKFHIFVKRSFMEDRSFTRDLKDSLEYFINLDSRAARYLSLYLDDMMRKGLKGKSPDEREKILNDV
ISIFRYLSDKDVFEDFYKKHLASRLLTDNSGDREDEKMMISKLKAECGHQFTSRLEGMFADIQISSDLMASFKNQHQSNV
DINVTVLTTGFWPVHNMEHCTLPPEAKKATDEFATFYKTRNSGRRLTWQTQSGTAEVLCHFKHGNKLLAVQTYQMCILML
YNRAETYTYAQIAKLTNIPDKELRRHLLSLAHPRVKVLKKFPNKKSLAPSHTFTYNYGKQSPLFRIKVPLLKVENDSKEI
KVPPSVEEERKNRIEVMIVRVMKTRKTLDHNTLMSEVMKQSLRFSVKPIFIKKRIESLIEREYIERDKNKR*        
>Bnat_128991                                                                    
MQYPPLEILPLNEGWEKIYKMGVLPLQQSVEGQGTELWGANKFIMVYDLVFKLCIQRDPYNYSEQIYKNYCKVIGEYIHS
GSEHLSRAQKDSDSKYLEEFYLRWTRFSIYINRMTKVFGYLDRFYTPNFRVRSTSEEGTFQFRKWVLSPSLGNVLKASSN
LFRSESAEDVDV*                                                                   
>Ehux_432479                                                                    
MESGGEPMDTDDEDGGGGGGLRALWGGGPAPVQLRRLSEALRGLRWMPLAEASVSAMLQAHLRLSLRERCAGRFESCVME
RQLDWIDASVLPWVSAALESGADQWRARDLLTAASAPLKQWRARLRFFFMQSLAGMRIAELFDILVDFPDSTPALDDLHA
CLHHTHQHADIVQGLGEALEKRLLKPGAETHQILEVYIGMIRALRRLDPSGLTLDAVSERVRAYLKLRPDTVKQIVTTLT
DPDSSDLLEPVGGGAAAEVVQEAAADGDMAPDPDESRGDEAAMLKWEPEPVTADGASSGGAAARRAPDVLAILVQIYGSK
ATFVNEFRKMLSEKLLASASHDTEKEVRNLELLKKRFGDAALSACEVMLTDVAESRRISRSIQQHFGGVSGGGEGATLID
ATVVSRLCWPSLPTDTFTLPAGVKKEMARFEKQFAHIKAPRKLVWKPSLGTVTLDVTFPDGSVGDVQCKPLQATILLRFG
AQQRWALADLASELGIATDVVRKNLSIWLNRGFISEVRDAGGGAVFEAATSLGAGDESRHDAGEDEDGDAVASLAEEQRI
AEMKVYEQYVIGMLTNLESLPVQRIHNMLKMFVPASGGDRGYDCSEQELQRFLMHMVEEAKLEHSAGQYRIAGRH*    
>Ehux_448976                                                                    
MQGAAQGATAQRVPKRLLDDVWRVRATDDDCCAICLEAPAQPLILLCGHMFCLDCFQTYATHAREYDDECTRCPTCRSPH
APPPVGQVEAEQVERGDALLARAMRMDRSRPNFLPLLEGATRFYVAALDLHPYCSRAHAMIGWCRKVAGEDSLDAFEDSA
RACHGALPAFAIVTLWNQTILDWLGESESAQRIELVRAGVRACSWPQAVQREAAGTELPVAENAYRKACSAFEDLTLPRV
RELLENLLAHYHRMVELFSLVPIYLPLIANIVRKRITDAGLALVKKQSANAEGDLMAYVQELLDLDGVYSEIIGSTPGEG
YFNGDATFLKAAREAFEVFVNKDIGMSATAELLSTFCDNLLKNAAEEAAADRHLSSDPELRRLYQSVVGGGALSTADFWA
QRRGLLRAAMQREGLSTRRQQPTDAESSAATAAAAGCEQPEANAATVAFTLTPAMIARIFEKYPRVQRSFLDNDKLEKVV
RLFGYLSDKDIFVEFYRKQLAKRLLLARSVGASAERSMIAKLKLRCGAQFTSKLEGMVTDMNLSQDIQSAFAEHVKDKEL



ELDTDLTVQVLTTGFWPQYKSDELKLPKEMLQCVETFKAFYDSHTSHRRLRWVHSLGSATVVGKFTASGKSKEHDLLVST
YQACILLLFNEADSMTFSDIQGHLNLPAEELKRYVLSLCGGKYKILTKDPAGREVAPTDTLSCNATFSDRHQRIKVPMIA
PKMTQEEKDAALKQAELERKHVVEWAIIKVMMREKRVEHEDLAEQAQAWIRTRPSTGFHMARDYFDAMVVDLIRREYLEP
EAPERPPGSGSFYKYLA*                                                              
>Ehux_434769                                                                    
MAAGGKTKFVIPPFRQSQAMDEEYANRTWQTLHSAIHEIHRQNASGLSFEELYRNAYNMVLHKFGDKLYNGLVETITLHL
RGVAQEVAVAADGDFLPQLKEKWEKHRLSSIMIRDILMYMDRTYVVAQKKVAVFERGLQIFRDEVCRNDRIKGRLLATVL
DLIHRERCSETIERGVIKTVTSMLVELGQDVYQRDFEVPFLEATADFYRKESHECLAQNSASEYMRKAEARLGEEHERVT
HYLDKASEGRLNEVVERQLIAEHMRTLAEMEHSGVVPMLEDDRIPDLKRAYELFGRVTSPDGLGVIRELMSGHVKGRGQQ
LVAEEPGAARDPVEFVKGLLALRDKYQSIIQGAFSGDKTFFNALNSTFEYFINLNQRSPEYISLFVDEQMRKGMRGTSED
EVEAMLDKVVMLFRYLQEKDVFEKYYKQHLAKRLLGGRSISDDVERSMIQKLKQECGYQFTSKLEGMFMDMKVSADTQDK
FRAANGSSKVESIDLSVQVLTTGFWPTQVSGGCNLPAPVARCCEVFREHYLKQHSGRRLQWQTSMGNADLKAQFGASRHE
INVSTYMMCVLLLFNDNDRLSYADIARDTAIAPAELKRTLQSLACGKFKLLLKEPKGREVDESDAFSFNASFSSKQLRFK
VGTVSAQRETEAEKHETRQKVDEDRKPQIEAAIVRIMKSRKEMEHNALIADVTAQLTARFMPHPNVIKKRIESLIEREFL
ERDKNNWRMYKYLA*                                                                 
>Ehux_427672                                                                    
MQQKAGPSAAGAPRKLTIKPLRTAPKLPANFEQATWAKLLDAVRAVHGKRAVNHSLEELYRGVEDMCVQHMAARTYDKLQ
AECEAHVEASIEALQTPDTSAFLSLVHGCWSAHCEEMLTLRSIFLYLDRTYVMQSAARRSLWEMGLHSFRAQLSARPELL
AKLRDGVLASIERERGGDQVERSLLAELLRMLYDLGLYQRHFEEQFLAASSDLRRQRPPPPPLPPPAPFPKARDVPSYLE
HVASRLSREEARVAHYLHGSSRKPLMAAVRQTLLAVHVRPLLERGFADLVQHARLDDLRRMYSLFAQARVNALPELRQAF
AAHIKSVGGAMVSDQERERGLVQERGGCRSGGLVGESFEQFINIRQNRPAELVARFLDSKLRAGNKGSSEGELEEVLDKA
MTLFRYIDGKDLFEAFYKKASAPPASSPRRARDGCATRPPPRLLFDKSASIDTEKAMISKLKAECGSAFTSKLEGMFKDI
DLSQDVMASFRTSPQAAKVSPSLELSVHVLTQGYWPTYPPVELKLPGEILELQEIFSTYYMSKHNGRRLQWHPCLGHCTL
KANFPLGKKEISVSLLQTIVLLLFNDGDGLSYAHVLQATGIEDRELKVTLQSLACGKVRVLRKEPKGREVDGSDRFFLDA
SFKHPLFRIKINSIQTRESEAENEQTSERVFQDRQYQIDAAIVRVMKARKTLSHSLLMSELFQQGPPPPPRPLLPRPPPP
RLTSRRLPRGQLKFPLKPPDLKKRIESLIDREYLERDPKSASTYIYLA*                               
>Ehux_224320                                                                    
MLLATPPPQPADPPLAPLYVAGDSHALSPSWRVVRWRGQPRVLVTGLKLWHLRDGADFFPKANFEAAAASLPDGADVVFA
FGEIDCREGLLLAVERARYRDLAQAIDTVVDIYIRTLRRLAARRRFNILVPPVLPETRAVVKQFNAALRRAVERASPVLA
WLDFFEQLLTPAGDALADGLALDGTHLNPQYVRLTAPRKLTIKPLRTAPKLPANFEQATWAKLLDAVRAVHGKRAVNHSL
EELYRGVEDMCVQHMAARTYDKLQAECEAHVEASIEALQTPDTSAFLSLVHGCWSAHCEEMLTLHSIFLYLDRTYVMQSA
ARRSLWEMGLHSFRAQLSARPEVLAKLRDGVLASIERERGGDQVERSLLAELLRMLYDLGLYQRHFEEQFPSVKT*    
>Ehux_224974                                                                    
MAAVRREAAGTELSVAENAYRKACSAFEDLTLPRHYHRMVELFSLVPIGLPPIANIVRKHITDAGLALELLDLDGVYSEI
IGSTLGEGYFNGDATFLKAAREAFEEFVNKDIGKSATAELLSNFCDNLLKNSGALLSDEALEDKLEKVVRLFGYLFDKEA
AREALLLAPSVGASAERSMIAKLKLRGGAQFTHDMEGMMTDMRLSQDIQSAFAEHVKDKELEHDKVFSLETKKDKELDLT
VQVLTTKFWPQYKSDELKLQKEMLQCVEAFKAFYDSHTSHRRLRWACILLLFNEADSMTFSDIQGRLNLPAEELKRYDPA
GREVAPTDTLSYATFSDRQQRIKVRRIAAEMTQEEKDAALKEAEQERKHVVEWGIIKVMMSEKRVEHEDLAEKAQALIRT
RPRWTTSWTNFTLARDYFDAMVVDLIRRDIKRKNTMAKIV*                                       
>Ehux_229261                                                                    
MQGATAQRVPKRLLDDVWRARATDDDCAICLEAPAQPLILLCGHMFCLDCFQTYATHTREYDDECTRCPTCRSPHAPPPV
GQVEAEQVEHGDALLARAMRMDRSRPNFLPLLEGATRFYVAALDLHPYCSRAHAMIGWCRQLAGEDSLDAFEDSARACHG
ALPAFAIVTLWNQTILDWLGESESAQRIELVRAGARACSWPQAVQREAAGTELSVAENAYRKACSAFEDLTLPRVHELHY
HRMVELFSLVPIGLPPIANIVHKHITDAGLALVKKQSANAEGDLMAYVQELLDLDGVYSEIIGSTPGEGYFNGDATFLKA
AREAFEEFVNKDIGKSATAELLSNFCDNLLKKSGERLSDEALEDKLEKVVRLFGYLFDKNIFSQFYRNQLAKRLLLAPSE
VDSAERSMIAKLKLRGGSQFTHDMEGMMTDMRLSQDIQSAFAEHVKDKELGTDLSVQVLTTKFWPQYKSDELKLPKEMLQ
CVEAFKAFYDSHTKHRRLRWVHSLGSATVVGKFTASGKSKEHDLLVSTYQACILLLFNEADSMAFSDIQGRLNLPAEELK
RCVLSLCGGKYKILTKDPAGREVAPTDTLSYNATFSDRARRIKVPMIAAKMTQEEKDAALKQAELERKHVVEWGIIKVMM
REKRVEHEDLAEKAQAVIRTRPSWTTSWTNFTLARDYFDAMVVDLIRREHLEPEAPEHPPGSGSFYKTSSDTGGSATQEW
SGGLPS*                                                                         
>Ehux_468368                                                                    
MQQKAGPSAAGAPRKLTIKPLRTAPKLPANFEQATWAKLLDAVRAVHGKRAVNHSLEELYRGVEDMCVQHMAARTYDKLQ
AECEAHVEASIEALQTPDTSAFLSLVHGCWSAHCEEMLTLRSIFLYLDRTYVMQSAARRSLWEMGLHSFRAQLSARPELL
AKLRDGVLASIERERGGDQVERSLLAELLRMLYDLGLYQRHFEEQFLAASSAYYLAEGAAEMNARDVPSYLEHVASRLSR
EEARVAHYLHGSSRKPLMAAVRQTLLAVHVRPLLERGFADLVQHARLDDLRRMYSLFAQARVNALPELRQAFAAHIKSVG
GAMELISFKEKLDTESFEQFINIRQNRPAELVARFLDSKLRAGNKGSSEGELEEDLSKRLLFDKSASIDTEKAMISKLKA
ECGSAFTSKLEGMFKDIDLSQDVMASFRTSPQAAKVSPSLELSVHVLTQGYWPTYPPVELKLPGEILELQEIFSTYYMSK
HNGRRLQWHPCLGHCTLKANFPLGKKEISVSLLQTIVLLLFNDGDGLSYAHVLQATGIEDRELKVTLQSLACGKVRVLRK
EPKGREVDGSDRFFLDASFKHPLFRIKINSIQTRESEAENEQTSERVFQDRQYQIDAAIVRVMKARKTLSHSLLMSELFQ
QGPPPPPPRPPPPRLTSRRLPRGQLKFPLKPPDLKKRIESLIDREYLERDPKSASTYIYLA*                  
>Ehux_443003                                                                    
MNAQVIQLEDGWNKLKTGGVLKIEEILEDASGGVYKHRISTDEYSQLYTCALPPLRPAPPQQRAARFARSSFAPASAVRR



TVYTMCTQKPPNNWSEPLYNNYCEAVIDYLTARILPRIKEKHDEAMLRELVRRWENHKTIIRFLSHVFKYLDRFYVKRLS
LPELAEVGSQKFLEIVFNAVKREVRTAILELVRRERECEQVDKQLIKSVIDIFVEMGGSRASLETYATDFEEMLLSTTAD
YYSRESAKWAGNDSFPEYMRKAEDRLKQEQDRVANYLHSSTEEKLLKVCEEQLLQNPEQQLLEKEHSGCEKLLLDNKTED
LSRMFRLFSRIPTGLPPIANIVRKHITDVGLALVKKQSVNAEGDLMPYVQELLDIHDKYTELVGSGPEKGCFQGHNIFHK
AMKEAFEVFVNKDIGKSATAELLSNFCDNLLKKSGERLSDEALEDKLEKVVRLFGYLSDKDIFAEFYKKQLAKRLLLARS
SSDDAERSMIAKLKLRCGAQFTSKLEGMVTDMNLSQDIQSAFAEHVKDKELELDTDLTVQVLTTGFWPTYKSDELNLPKE
MLQCIETFKAFYDLRTSHRRLRWVHSLGSATVVGKFTPSGKSKEHDLLVSTYQACILLLFNEADSMTFSDIQGHLNLPAE
ELKRYVLSLCVGKYKILTKDPAGKEVAPTDKITYNAAFSDRARRIKVPMIAAKITQEEKDATRATVDEDRKHAIEAAIVR
IMKTRKSLDHQKLVLEASTQLMRHFKPDPKQIKKRIEDLIHREYLERDPSNPNLYKYLA*                    
>Ehux_470695                                                                    
MQGAAQGATAQRVPKRLLDDVWRVRATDDDCCAICLEAPAQPLILLCGHMFCLDCFQTYATHAREYDDECTRCPTCRSPH
APPPVGQVEAEQVERGDALLARAMRMDRSRPNFLPLLEGATRFYVAALDLHPYCSRAHAMIGWCRKVAGEDSLDAFEDSA
RACHGALPAFAIVTLWNQTILDWLGESESAQRIELVRAGARACSWPQAVQREAAGTELPVAENAYRKACSAFEDLTLPRV
RELLENLLAVSTRGGCGSSSGGGGGSSGGGGGGSGGGGSSSSGGGGSSTTTLSRQHYHRMVELFSLVPIYLPLIANIVRK
HITDAGLALVKKQSANAEGDLMAYVQELLDLDGVYSEIIGSTPGEGYFNGDATFLKAAREAFEVFVNKDIGMSATAELLS
TFCDNLLKKWRSSPRAAEEAAADRHLSSDPELRRLYQSVVGGGALSTADFWAQRRGLLRAAMQREGLSTRRQQPTDAESS
AATAAAAGCEQPEANAATVAFTLTPGMIARIFEKYPRVQRSFLDNLSDEALEDKLEKVVRLFGYLSDKDIFVEFYRKQLA
KRLLLARSVGASAERSMIAKLKLRCGAQFTSKLEGMVTDMNLSQDIQSAFAEHVKDKELELDTDLTVQVLTTGFWPQYKS
DELKLPKEMLQCVETFKAFYDSHTSHRRLRWVHSLGSATVVGKFTASGKSKEHDLLVSTYQACILLLFNEADSMTFSDIQ
GHLNLPAEELKRYVLSLCGGKYKILTKDPAGREVAPTDTLSCNATFSDRHQRIKVPMIAPKMTQEEKDAALKQAELERKH
VVEWAIIKVMMREKRVEHEGLAEQAQDWIRTRPSTGFHMARDYFDAMVVDLIRREYLEPEAPERPPGSGSFYKYLA*   
>Ehux_254675                                                                    
MVELFSLVPIGLPPIANIVRKHITDAGLALELLDLDGVYSEIIGSTLGEGYFNGDATFLKAAREAFEEFVNKDIGKSATA
ELLSNFCDNLLKNSGALLSDEALEDKLEKVVRLFGYLFDKVIFSQFYRRQLAKRCSWRPQWALAQSAR*           
>Gthe_101196                                                                    
MTSYQIDKELHNLELLKIRFGEGSLHNCEVMLKDLGDSKRLDAYVHNESKKGALDAEVASWLNGKILSASFWPSLNSENI
KMHPMIDQQLQSYGRYYSLLKKPRALKWKPTLGVVKLNLSFEDGREVPFTVSPVLANLILHFQDKPSWKLAELAEVTELA
VDAVRKRMVFWVGNGVCQEQPPPSGAGIGETVYTVVEKATGPVMQQTTDFAMEEDDAAAQANDAQDEVIRSYVFGMLTNF
KMLPLERIHNMLKMFVSDPPYTKKIQELESLLNALIASEKLEFDGSNYSLKSS*                          
>Gthe_152166                                                                    
MSQQKKSAFVIHAFKTQPPKDADMPKRSWEKLEGAIIQIFNENAGELSFEELYRTGYNMVLHKHGDMLYNNVDATLKRRS
MELCERVEKNTDETFLSSLKKIWTEYKRSLQMVQDILMYMDRTYVKQNQKKPVYDMGLGIFCQHCVRAAGVKDRLRRLTL
ELIRRERDGEKIERDILRSISQMLQEMGKSVFHEDLEKPFIESSQQYYMVQSESLITGSSTPEYLRYVEAKLLEESERVS
SCLSIDYNAGDSGIKQTVENELIGRHMMSLVEKEGSGLIRLLEDFRIQELKSMFDLFSRVQGGTDIIEGKVADHVGQKGR
EIVMSLENQADPLQFVHQLLELKENYDRMVREAFRKEKSLINKLHKAFEVFINLNSRSPEYISLAMDTHLRGTKTKSSGP
SNISEEQTEGVLERTLQLFRFLQEKDMFEKYFKQHLAKRLLGDRSQSEDLERKVIQMLKTECGYQFTAKLEGMFKDMHTS
ADLHQSFSRHLSQGDGNSLSLDLQVKVLTTGFWPTQPAQQCRLPPEIDHACMVFQRFYLAQHNGRQLTWQTNMGNADLKA
KYDKTYQINVPTFHMVVLLLFSPEGSNQLSFKEIEAGTNIPKADLQRTLQSLACAHHKLLVKEPKSKNVSEDDVFFYNSK
FTNRLIKFKVSTIAASKESNEEVQASRNKMNEDRNPQIDAAIVRVMKARRVMEHNLLVAEVTKQLQSRFNPNPVIIKKRI
EGLIERDFLQRQRGDIKKYEYLA*                                                        
>Gthe_160035                                                                    
MQRASRAQVTDKDKWNKPVGEPAKKRLRTLTNEQEPLNSSVSSSEKMETDKDGISASGRNLPSTRPQIGENRAHPKKMII
SLKKEKPKLPETFEEDTWKKLKMSVHAVHREQPVEQSFEELYKAVEDLCIHKLGPNLYSRLQNDCEEHIKSEIESLVGQP
DDATIFLETVEACWQKHCNQMSLIRSIFLYLDRTYVIQSSNVCSLWAMGLQSFRKHLNSAPEVQNKIVSGMLSLILQERS
GDMVNRSLLRNLLRMLAQLQLYSSFETAFLADTESFYRQEGSDKLQDLDIPNYLLFVERRIEEEHDRIGHYLDIQTKKPL
ISKLDAQLLEAHAQTIVDKGFEILMTQHRIKDLQRLYNLLLRVNGLSNIRQAFSAYIKKTGVEIVMNDERGLEMVQDLLD
FKARLDELLEQAFASNDELSHALKDAFETLINARQNKPAELIAKFVDQQLRSGGKGISEQESELILERVLILFRYLQGKD
VFEAFFKKDLAKRLLLNKSASIDAEKAIISKLKQECGSSFTNKLEGMFKDMELSKDIMTAYSNSSVTSELSVHVLTTGYW
PAYPPAPLNLPKEILDHQEAFEKFYLSKHQGRRLTWQNSLAHCSLKATFRPNAAGRKELLVSLYQAAVLLLFNGSDELSF
SEIAGAVGMDDKELRVTLQSLACAKIKILNKSPKGRDVEDGDSFTFNSKFESKQLRIKVNSIQLKETQEENDKTTESVFQ
DRQYQVDAAIVRVMKARKSLSHTLLISELFKILKFPVTPPDLKKRIESLIEREYLERDRDSPSVYKYLA*          
>Gthe_158687                                                                    
MQEGFDKFIEIMEGGFREPFALSLHSELYTNCYAMCTQKAPNNYADQLYQKYGMIYETYLHATVLPAIKSKKGEAMLHEF
AKRWKNHKLLVRQMWKLFVYLDRFYIKRISGLPLKAVGVQKFEQVVFNAVKEDVRAGILGMIEKEREGEDVDRELLKSVV
NVKLGDIGAARFNVYNKELEQNLLATTSEFYARESAQWIATDSCPEYMKKAENRLQQEVERVHAYLHSVSEEKLLKECEN
QLLAVHQTALLDKEETGCRALLREGKTEDLARMYKLFTRLPNSPDCGLQPISQIVREHIVDVGMSLVRKQEGEKDHSNYA
QQLIELHDQYLALVNGPFGNNTLFQKVLKEAFEVFVNKDIGSTTTAELLSSFCDNIMKTGGDKIEGEIDSILDKIVMLFS
YLSDKDMFAEYYRKQLAKRLLLNRSASDDDERSLITKLKYRCGAQFTSKLEGMLTDMNVSKDGQNNFTQWMKNNDINLGM
ECSVTVLTTGFWPTYKVDEVNLPNELVKCVDKFTQFYESRTSHRKLKWIHTLGTCVVLGRFDPKPIDLVISTYQACILML
YNQQEEYTTQEIANATKLPMEELKKYLQTLALSKYQILTKTPKGKEIADSDVFTFNRKFTDRQRKIKMSLLVTKDEKLST
KQTVDEDRKHAVEASIVRVMKARKTMAHQQLVMEVSQQLMKLFKPDPKVIKNRIESLISREYLERDKDNNGVYKYLA*  
>Gthe_148610                                                                    



MSLLNARPLDFDTTWKLLQSEVSRLVTDPTVGISNQKFVQCHTYIYKICTIPQGREGKPLADRLYYELKGCLERVCKQIA
RELLVSSNLLPLYLAKWKNFAIGLRCVNAIFDYLNRFWIRSHCQEGLIPEDGVYPSVLEMGTAVWRDNVQVIPVAQQMLE
AMWSHICEGRKGALLEFSLIREILGVYRELGCRPDSGRVYDSDFAGPFVQLTFQFYSQEALELMAAQDFDAYALRAHESI
SSELAAASRFLLPETLPELCMACERAFIEEQKPWLQSIFEALLLQDDMREQLWRLYALLRRVDGALDGGRTSLFELISRE
GTAAMAALEEGEDGEGRQGIDPSMFLSTFTERLEYYYTLVHDSLEDDAEFLNAVAKALVVVVNSIKSCALLLAQHAHSVL
DKHGARERGIGCDTVSAMTDVVTCLKYVLDKDIFQENYVRLYAQRLILDSSISQEAEEFMNDSLRSVCSPDFISRLQRML
ADKVRSKELEDDFYDDYDADTSVCGMHVLLLTAGTWPIAIPSPIPIPDCLRQGIETFEVFYGSKYKGRRLSWMLQLGKAE
VRGFFSRTYEFSVSMAQLCVLMAFNTAPSLSFPELLTMTGFEEEELDQVLRSLAKSKLLLQVKTSDAAGTEEGDRSGEES
EGSERRREEMKMLVNDKYSNKKTRVRIVPHMAMGKKEEASNAAAEELPQDRNPQIQAVIVRIMKHRKILSHNDLTKEVCS
LLPRH*                                                                          
>Ngru_XP_002683001                                                              
MNSFTEYYPKLYNGRHLTWLNILSKGVVRGHFTNSSMPYYDITVSLIQLSIFLQFNNGENSKTIQDLSLAVGIPIEELIQ
TLVPIINFKIFTSSSAITSLDQSSIITINDSFNYQRNKISLFQHSIKQYYEEGKSNPANQKILAQIKEDRKYTLQAAIVR
ILKTRKQIEHKQLVNLLLAQLSSNFKPTNSDIKRAIDSLLQQEYIKRVSEDSSWYQYIA                     
>Ngru_XP_002681494                                                              
MEDIISNFRQFCDKLRLLRANFMNSICSNSWIAFMFSAIKEKITEVSTTDFEQEILTYIQQWKEQIIYSYMEIYFCGDSS
HEMFNTLKSQVDYFVFENLAKIRISQIFDIVIDFPNSQQAITDLKDCLNHCGMHNELVKELSKGVKSRLLLASVETKNII
MAFIRIIKSLLIIDPTGISLESVSFHIKEYLREKRPDAVRCIINEMTDEQNDSALYRELLTSEPQSSLDYDSDDASENWN
PKPIHPSSSKSKMEKPDIIKIFIEMYRGNKEIFVNEYRMILAESLLKNETYDTNNEAKMAELLKIRFGDKNMQNCEIMLK
DISDSKFLNSGIQSRLANRSDYIELSNSQIAEISIQADSQIPSVFMLSKNYWPQVVFNQGAPPGQQLMTDENKPTILLHP
FIEQLMEEYANQYNAIKAPRKLLWEKQMGSIDFDIEIGGEELELTNIHPVAASILFHFSDRNVWTMDEIMEMMKIDDKTF
QKRINTWVKRGIIIDEGNKTYRLVDSLTSAATEQGEDENMEEMTTAQSQEEELRVYQDIIINMIENFDSMPLAKIHNMLA
MFALDPLPPFDKSLSELSSFLNILVKEEVLECDGGEYKIKR                                       
>Ngru_XP_002680365                                                              
MTTTIPSTSGFTKNNTTASTGGGLTNPSPSVTPTKKKITCLKIKPLSLKPTVSNFEEETWNKLNNAVVAIQKKEKICTGQ
EELYQLCSDLARHKKSESTYSKLKLLCSKHIENVIYDLGHKATTDHTTFLNIVVKSWEEFTDQINMIRSIFLYLDRSYVM
TIPDKSIWDMNLQIFKQNLKINEHLLKKIISGILILIKHERSGESIDKSVVQRLIRMLTSLHLYEDEFEKSFLEETRSFY
SNDGLNNIDKLNVPEYLQYVESRLRQEVDRVTNYLSKLTKKPLIQIVENELIKKHVKTILDKGFEELMDLNRIMDLNRMY
GLFKLVNELDAIKEAFTVYLKIRGKRIVDDDQNDKNMVQDTLQFKSKIDQLHEQSFHKNEEFKHAIRKAFEYFLNIVPNK
PSELIAKYIDGKLKNSKGLTDDELERCMDNALTIFKYINGKDIFEAFYKKDLGKRLLFGKTSSYDAEKTMISKLRAECGT
QFSNKLEGMFKDIDISAELMKGYETSAEFKKFINEVGEEKDRALQIASSLGVKVLTLSYWPNYTPDTLNLPMELSLLQDS
FRDFYTHKYSGRILKWVSNLGQCSMKALFPCGKKELIISFYQAVVLLQFNSKEKISVRELKQSTGIQDEKQLILTLQSLA
FHKEKILKKETKGTQVEENDIFFVNEDYSQSKTKIKIDSFQLKETKKEREETTEKVLLDRSYVIDAAIVRIMKTRKQLTH
QQLLTEVLSQVRFSIQGQDVKKRIESLIDREYLERDNNSQAGSANCIYHYVA                            
>Ngru_XP_002680364                                                              
KRESQNLNELKPWENDEHVLLFTTIYNLCILPDSVYYEEQLYNLYSIYIKKYLQTTILPKLKDKYGEDLLNEIVFIWINF
RDIFVKFCSYIFKYLDQFYVASNTKRTLKYEAYYLFKTSIFDHCKVQLRQILLDKITQDQYLLFAEECIQQEQTRIQAIF
PTSFSQNKLMKLCDLELLKNMQKRLLEMSGSGVKILIRDEKFDDLKRLYRLMNRLEGGLDPIADLFKQYLIFVGNELFVK
YENASSEMIKSNDNNLNNNNNNDLLELHQKMKNITNGSFSRNVIFHKAMSEGFKQFVNKNITLGQFEIRIVQLFAYYTDD
VLRKKSDEKKLDCIVDFIQFFSDRDMFIEEHRKLFAIRLLVTDYQELEERMMISKLKYHYRGVADTYKLEKMLTDKTMAN
DMKLEFQNYITTNQLQLSYDVNVTVLTMGMWPLKAKEHMLLPKEFLESQHLFKQFYDSRNGKRVLKWVYSKSMAQIHAHY
INGNHLFELSTLQASILLLFNDQLQLSVKQIEDLTGLNFDDIDLKQSIISLSSTKFPILIFNQKEMTLSLNENFTSRSFK
LKIPLPRITQKDTQGTQTSVSTDRVHILDACVVRIMKTRKTMNIQSLFNEVSSQLIPIFTPDVKQIKKRIESLLERDFLK
RDEQNNSILHYVA                                                                   
>Ngru_XP_002680175                                                              
MSQGGKTPSLGGTNKLLIPSYIQRKGQMGKSDVDDKLEKIIHAIDQIYQENQSQLSFQVLYTSGYQIVLHKNGDSLYDAV
KNKLSEYIQGVREKTMEFTDDGFLKELLKQWEKHRTSVSMVRDILMYMDRNYVKQFKKTPVYELGIKLFGTEVFHKSTLE
RIQRLIMDIILKDRCGEVVADRFLMKSLTQMMIEISKKDIYETHFEKKLLDETRQFYTKESNEYFESSTATDYLKKVTLR
LKEERERVDRCMDPDTKPKIEAVLKNVMIDKYKHRIIEKEGSGCIAMLQTWKVDDLRLVFDVLSLVEGALDPCVDLVENF
CRSEGYQIVKDKNKEENPVDFIADLIVLKEKYEGLLDRAFSVKKGKQSARDSKFQACVKKAFDDTINANERFPEFLSLYV
DSKLKKGKTQVSESEFDVLFEQVITLFRHLREKDIFEKYYKTHLAKRLLNQRSQSDDAEKAFIGKLKQEFGYQFTAKLEG
MFNDMRLSRETNESFKSYIDRFPNKKPAIDLSVQVLTTGYWPVTQSIAITVPETIDKSANIFKEFYIDSHNGRKLTWQYN
MGSADIKANGYDKKYEINVSTFQMVVLLLFNEKETISYGDILQTTKIPMNELKKNLLALTVKTATHQKLLTSSTDKTLTK
ESVFTVNNEFESKLIKVKIAPIVLKETKEQQEETKQKIDEERKWLLDATIVRIMKARKTLEHRDLVIEVTKQLQQRFMPS
PDMIKKRIESLIEREYLERSQESRSKYNYVA                                                 
>Ngru_XP_002679430                                                              
MPLDEANKTIEILTSAIDEIYEERAAVMDYQKLFDLAYKLVTKKYGEKLYDKVRQTISKHTKGVCNDINQQKEITFLPHL
LTVWKKYRKAACTIRDLLLFLDEQWVERQSTHDNKIKTVFELGIFIFREEVLIKLTDRVQSIMLSIIRKERDNIEPADKF
LLRSLTQMMVEIDKEKVYIPVFESKFLSESHIYYKIEAEKIFDSCTAVDYLKKIQQRLKEETDRADRCLDPETRNKIENV
VKEEFITRYKDSVVNKEGSGVLVMLKDKKETELRLVYDVLGLVEGALEPTINIYREYVTEQGLAIVTSEEKNNDYITLVT
EIIQLRVYYDELLLRISKTRKTNTFIRDKDFSKATKDAFDRVVNQNEKFSEYLSLLLDKKLKKGKQQIEEEQLDTFFDQV
IMIFRHVKDKDIFEKYYKEHLAVRLLEERCASDDAEKLFLSKLKTEFGVQFTTRLENMFKDIKLSKDLMGQWNEYRTRPP



IDMNIQVLTQGSWPGTTSYKIEFSEQDINKSMNVFNDFYQGQHNGRKLTWQYQLGNASIIMNGFTQKFEITASTFQMAVL
LLFNDNEKLTYKEIETSTKIPAAELKKNLIQLTKPLDDGEQYKKVAKVLTVKASEDQQQSTAEGDKKKFTISATTIFATN
NLFKSRKLKMNAMPPMTKQTEEGASKINQQVEEERKMVVDAVIVRIMKSRKVMTHRDLVLEATSQLQQRFMPAPNLIKKR
IENLIEREYLERDENDRQTYKYLA                                                        
>Ngru_XP_002672641                                                              
MPFFQSFIGKTDAKKDVQTIEKATGSGKQEAPDFEGKWKYLQQGFNKLIDFLDKNMSKPFDYNEYADLYSTVFNLCTQKV
DTNKKGGATELLYDRYRTCISDYLKSLVVVALKEKQGDGLLMEAVKRWRDHQLVVRYMVKLYNYLDRYYTKHNNRDDLRN
VGLKCYQELVYGSIKKDMAQALLDKIYKEREGDLIDRSMMKDGITLFIEMGLGSLNAYDEDFERTLLQNTQSYYSIQSSK
WIAEDSCPDYMKKTEEKLESEERRATAYLHTNTKPKLISKVQDELIRKHQTTLLNMDGSGLVALLKTGDKHEDLSRMYTL
FDRIESLQPMSEKLRDFITEEGVKIHTNQCQQENIDAKGYIEELLKLHLTYSKLVNIQFKQNPLFLDALRDAFTHFVNLE
VVSPGDKNRSTTAELISTYCDSIMKEVDKVGEENLDELLENIVKLFGYLKDKDMFLAFYREHLSKRLLVASRLNLDAERN
FIGKLKMRMGMSFTQKLEGMIKDKSISENLRNDFKNYTTNKSITLPFDFNPEVLTLGCWPQMKIDKMTIPQELSVCLDTF
KKFYDSITQQRKLDWIHSLGTAIVTGRFSAGTKEISTNTYQACILLLFNNQAEMTFQDIQNSLNLPPTEIKRNLLSLCAT
KAANLLSTDGNKKAVNPTDKFTVNADFESPQRRIKIPNVVVHVTQQQKQDISQKAQEERKYVIDAALVRIMKTRKILKYQ
ELMTETIKQLSSHFQPDPKLIKRRVEDLIAREYLERDAKDSSTIQYVA                                
>Ngru_XP_002671343                                                              
MITKQSTNQQAPRRRTRATLAIKSVDFNKLWISLEYDLAQVLTDPLNATLKNDTEKLHNIVYKLSTGQCFNLPDGSILSQ
NPHSPSIPQDGDIQPYTLYFMLKRLISNHLKLFISKLNNLTGIPLLKQYFTLWNNYLIACDFIMKVFHYLNSDWITEQEI
KRKSKANQPEKYTERSANQIVHFSESNHVCNTKLTCLLLWREWFFERCENLSKPLGYQEADSPLIEEKEVTFDKFGFYDV
IMKIIEMDRNYNNPYLKNSFCVEEFYPILKSVIGSLLYLSLDSEEDFYFSVKYKYYPSMNLFESLNVHIEDYYSKILDQT
MTWKYPIFYLYDFERIFLETSKRYYCAEIDSLLITYLSGENHHDSVRKYIQHVSARLDQETNKNILHYLPQITRDNIQKI
MCDLFIEGIKENMSSLNFILSDIEAWINEPEVYKDNLELLYKVITKSNRKIALNELGTRIRNRILFSLNSDMRKVKMISQ
DTYDPIQFIDVIIDNYNIFSSIIRQYFSNNYELNICKDKTFKEFFNNAPIFTSDPNMKCAEYLSRYINHLLKGSSRPTLN
CYSDNLDIESRMDYAVYLCRLLNDVDVFIQYYKVLLAKRLLIFKYEGEATQEELEYTMITKLKKVCTFGHIYKIQTMLND
LNNAKSLAERFTKWNENGEARIQFTAKVLTKGYWPLNNSSLITPSNAFCIPTTISERMNSFTEYYSKLYNGRHLTWLNIL
SKGVVRGHFTNSSMPYYDITVSLIQLSIFLQFNNGENSKTIQDLSLAVGIPIEELIQTLVPIINFKIFTSSSAITSLDQS
SIITINDSFNYQRNKISLFQHSIKQYYEEGKSNPANQKILAQIKEDRKYTLQAAIVRILKTRKQIEHKQLVNLLLAQLSS
NFKPTNSDIKRAIDSLLQQEYIKRVSEDSSWYQYIA                                            
>Ngru_XP_002669996                                                              
MRKVQTGKKFEIKAPRAESTTTEAFFSTTWTLLKQAIQQIYHNKSSELSYEELYRNTYKIVLNRHGESLYENVEACMLEQ
VEFILSSVLKKCPDELFLKTICNVWEEYKTETSVVSSVLMYLNTNYALKQLQQQQSQSSGNGANQTPVKHTLFVYDNGVE
IFKRVVIYQSQSGVKIKNIVIEMIGKERGGEYVDRLLLKKVVRMLCEMNCYNDVLEEPFLETSAQYYLQLSRDLLAQTSI
TDYLKLVDERLREEDNRVQYYLSFTTKPKISKILRQEMITKHLDTITESPSGYISFLKDDKISELHRMYNLFLGNEEEHL
SIMIKLYKQYITDVGIAYVMDEEKLQGSAVTFIEGLLEQKRKYDRITRESFKSNSKFEQAQKEGFSIFSDGTRQKRVSEY
LSLYLDNTIRTLGDSEQELEPIMEDAMALFRFLRDKDIFENYYKVHLSKRLLSKGHQANSEKMFILKMKKECGYSFTSKI
EGMFNDMKISAQTNEQYQQHDAFKLKPERMDFNVNILTHSFWPAYTLNNIILPADLNLCCESFAKFYNHIKELTQIPEKD
LKKTLTILCMNKTKILSKEPKTKNLEDNHKFVLNQDFKNANYRVRLAITSTKETVEEVQETESKIELERKPVIEAVIVRV
MKARKKLHHNELMSEVVKQLQSRFVPNPQEVKRRIENLIERDFLSREVEDHKTYNYVA                      
>Tvag_XP_001583635                                                              
MHKLQIDKQNQLSAFKPCQIYTDSAKERPTSVPSSITVQVAQKEEWTVFIDEKLTDLFEKDQTPKFSIVDQRFVYSLAIY
STPSSILSYINEKLTSYMPKIMEKFGSSKDTNSFIALIKNIQLKFSYLQFTFSSLLPNQESFYNILINGLIFGETEIKFF
VGFITGILEKLFKDSNEEDIRALITYMKDTKLLEVHGEKIFTDIFTKLSKELSAVEIYQAFRILYTVAGNDIETMVLYNI
ASMFAKDFVANISSQPDLINADPVNTNILAIIFKSLSTISESYRKFTDFITKNSKDALKDDKLFENFIKFQSQLLSLEHI
GQVGRNNLTRVLERQIGATSEQVTRLLASEVSRIADIGPSAVTDDAIEAISNAFAWMGNTKLFEELYIADLVKRLIENKD
IQADCLLAQRIESLVPELATKIIYILEDFKQNKDAVQEFTKKYPAQFNLSFSIIQSYILKNEQNLNVKPPEEVLKAMTEF
TKYYTDKVNKRALNWHAGLSRCNLEVKNCGSLRKVRCDGIVASILTVIGEGKQEEELVELVGLEKPKLEEILTALSSSKY
GSLITKTKSTYKVNVDCKPDENGIIDIPTISEKTPTSQVFESKESYASRESQIDAAITRALKGGGPMTEKDLISVVQKEV
EFPVSEDLFQRRLKILITRQFLEREGAKIAYLP                                               
>Tvag_XP_001320654                                                              
MEKIFQETNNYIDTLRISQEKETKLQWIIDFIIKIGLEKEFLQSFEENSKNFLFRNPITDYQSTTIISQVDEIISNNKSI
FQSINSSFLEKIDNLYRSLAYNTFIVSELSTIFDNAFDLQDKNAFKTITNFINSSNIEGLVDKYKNLWISRLSTYLNSLF
SMTNNSCIPKLISVYNFIKSFNDEIPSGLQGDLLLLLQRFLNDSNTFGIYMIARYIHNIIVTEEVTDQKMKDVVSILSLF
DDTDQFSQFYHHFLCNRLLRYFTPPPAIEKNSVISFSPFIEESIMKQINRMMDEMENVEIFEHSSEMNIKFIAVTSGLWI
VPLSKQLFVPPEVEIARESYRKHYKEKFPKRALNFTPLVDHVTFKYKGVSWSGFYPYLAVLMAISEDKNIFEIGLTQKCI
PEVVNALLKLGLIQRMAGKYILASNFKPQRKLNKLPQLSIFLPQVPRKLDHKELFSKKKPKLEFLITRTMKNYEGVSADE
LYQQIANTSQFSIHRKEFDCCIASLIATEQITMDCNQKLHYNPF                                    
>Tvag_XP_001306780                                                              
MQEILPLILSLEPDNIKSVLTNYRDNENYKLFTRLFLVQVRNSISKLLKEEDYGSISIAAQKTFDKMKGLMEVVKPIDED
LEQEIVTLIRSLLIHKYPYGMQEFESKDLDSILEISDPKFKALFSCGLKQYLSEIVLNKILDQCKEKINEFNDEYEVSVL
SATMKTLSDNIFLFSDKFPELSNKLPSMKATIYSLVVDFRAKQIFDIVASYPDSTPSLYDLRESCLHAHAHKKVAQIATE
IFCNRLLHLGASTTDIVTQYISAIQALNIVDESGGLTRAISPPIQSYLTTRPDLLTTIVEKILEDNTLMDNSRPSAQKPN
DDDVLREASAQRELDEKWNPEPLHSHIRDLQSLVRDASDSDALALLLNVYGSISSFVSQLEREIAARVESRPGYNFDSEV



RAIEILKRRFGAQIFLNCEVILQDVADSKRLQQGSGVMHFQPLVASHMYWPELNGDEFTLPQGLAEEVSAFEKEFDRVRK
QRKLKWYHTIGCVEIVLDFDDDETLSITVPPLAAATIALFNDKTEFDTSYVSKKLSISKRAAEHAISFWMSGGVIVRGSS
EGSFRMSSKKPAAAVELAESARSDMIGLLFEEKKNPEEEENGEEEEDFSSPVVLSKRLRPFALTILQARPREKFTIDSYY
SLLMRFVRIPKLRIEKAEFLKIIPIWVSENMITVDGENVALVK                                     
>Tvag_XP_001305732                                                              
MSQGFRRQIRHDSSPLSSESDSPWSPHQLAIQNRHQQQIRHIDGTNFSQFPLQCNEHKLEFDKEWPKILQIVDSIVNEKE
VVGYATASSIISELTEDSHNIPKITSYVRELLIKPTKKLIESIESANDITEVANIIKVCAKKHVLISSIFQQWEKIENIT
ISSIIYTLLKSEISTNPSILDHVLLIVSQAFTKSRQDEKLYRQEIKRSVHYFSQIDRLSSLTDSIAKEVTSYYRCHPIDP
QLGPFLFITNARRIISSETAHLSVFPPNIAIPALSAARKYIYVDYFKYSMQQIIEAVLIEKPSFISDLRSLCEDSGDASL
VASLHDHLGAGIKDRVSAFIKQNQSSGVAQILELLSMLRKYRDDAGAELTQIAIQAVRETLNKSLFQVSFMIAKYTHTRI
MDSLTEFTSNKNKIIELLQLLENTDVFLDYHRKFLGQRLLSNSEVPEVETQLLKDLSQFAKYGSMNPLYTMISDLEESKK
DTSDFDAKKSFLFTVTTITAYSWPHYPFINANVPDDVRDAREKFVVFYKQLRKCMIRWIDPLENVTFTYKKVTFWSSTLQ
FLVLKTIVEHGDLKSTGIQQCYINEIANQLVKVGLIAKKGGKFVPQNFKVTKSSMKLPPLGLLIASKKKDRLEADVFQGR
KESIRTSIVCTLKKFGELPFDALFEETKQAFRYPLEEGDFINFVDELISTDVIVKGTNGNYRFST               
>Tvag_XP_001313897                                                              
MPRKTSNTYSSHKDLEEISKSITSILTHKHSSLSLSYLYNCMNNLVNNSCTNKLRDTLQNHLDKQFSKQYNSLSKTALVN
PLVIKFSKHCSYFASFLKILPKLYSRYDESLAENSEYRTEKILFTKFKEKVLNQTKVVDLIIKSMIDVIEDARTNRIVSG
TANLRQIIELFYEYKNSNCDRSIFENFMASLKESTKKKYENEYNSSENFVEFLKRIKELLDFEENLLLKAIFKDEEDVNE
ILMIAHESAIFKNTETFANQKDFQVPPIYSALQDKNLLRWLIRDSYLRFHQKNHIMCEFIPKICEFMTKDIKSFEPKFSD
HMKLNDKITQIHEIIKKVLSQTEPFEFVFCSQEHMRKKSDDPNFDMEKEAREKFEKAITAGWNIPAFNIVENFVQYIDFH
IKNEKKRLSKTENENFERTCARFFRYTEDKVGFCTTYEQALLQRLIKFLTKFDAEERMMIETISKEKQPEFMKGYKDLKA
CIDNSAQIDDDFKKQIMNTKIEWPDGMREVQFSPIVFNKNHYKLYIIEQTKIPEFLSPVHDRFIQFYQEKNKSMTLMLLA
DTSTVQSKWRIPKNSKSNKPETYVLTTDILTSKILSYLHKNQTEKVSVQDIIMYTQEEKPLVKKCIAKLLGLQICVREKT
VKTTEKQQQQQLSDTDLIMMNKEFHMNGDIKRIVIPTCISVQKQNKQIVTAETESEKVNTTKAFIVRTLKQMNTIDTDDL
INLTIDYLRRFFVADKEFIKKILGELDNDGTYFKKLDKGMLEYIR                                   
>Tvag_XP_001306671                                                              
MPRVKAKVDLTPDVKRVEEGLDSIIHRQPCKHDFNSLYSSTDKIINNDNQAKLFDLLNNKINEEIAKWEKQLKEVTSNSL
LSLFSTLYDNFKIYSDIIPKIYSSYDSKSSPENKSRMIIRRIYFKLVISDRSIISSVTKALLKQIDYFRDTPTDTNYSIP
KNIVDSFYQFNPDCDENNKILATFKIDFTGGVYAYFNQFFEKRNECDIAKYTSDSFTHLTLEENIISTIFRKVEADLMFK
ESVCALFDYGDFFDIDKSINVAPLLEKDETDLLDRLNKLTRLYMNGRVEPDINRVEPLIDLLCNYIKNRMLSFRPQFEDG
PAKSENKEEGAKEGGDEEKAAPAKKTVAKKTVAKKIIKKKVVAKKEDNEEKEDDEEKENEEKPTTAEPKMRIVKKATPKA
GTASAAEKSSKSKIGKDEKITAMKDLIFTALKLYSNFNKIFQDSSDKKKMSNAVEQAWNAKEFRPHYNLVQFIHYSVVNN
LENIPDEYKSKFPQICKLFFDFTTDKAVFVPLFMNYQIQRIIKNRESEQDTRALEFEIVKQLKSIGASSNTEDFGKHLEE
IYNQVRISIDTTKNFKATIPSDSQVDFIATVLNHNIVEKFATDNAFKIMPFLQDLHNRFVGFYQQNHQNSDLKIIPDISQ
LQFTFRVPKNKKSANLKVYTINTDAWGGSILMAIYEAKETGLKKADINAITAVKEDLVDAYLKMMYHMKLIAMKDKGASN
KMEDIEWVLNKNFFNQQKNITIPTVDVQKDKASDVAAERKQQLITIHIIRVGKGNKDGISKTMLIEEVARACRKYFEPSI
EEITTKMDKMAVPGPENYLEIKSDGTVLYKR                                                 
>Tvag_XP_001303424                                                              
MLFSSNVAKILANCKNEEKAFSKEKDTPFFHNVTNKHSSANQSFLIKPEIIFQSKTPSADYSTIISEAMNNVILHNSLEN
YNKAFQCIQKLSRNRNQSNDVVNFAKSFITEDLEIILSQFSSLDSMEKINLKLIELKKAIEYITSLLYSPIRSYSFSREP
NQIITDVLIDFVKYNPDIIKTNMEFALNYAVQSILNTPENIDDLTLDFIKNLSDIFTQSQFITEFSSFLSKGDYDYMIYD
QEIDQVLYHLYNTRAQIKKLSSKLGETLVASIIDAVTTSLFKNRFENENVEIIQQIFTSDNRELINILLEISDARNDTTL
SDLLSSGYQSYTKSVLKKYLSYGDLGGIDQILLFFQSLLDLNLPQIHPVMKAFQQGLNESPSLISFEFARFCNTMILFHQ
EDFKKNIDLIIHFFGELYSIDNFLTYYMQFLTLRLLEYKEFIPDAEKIMLKHINDACGYNTNASKLEIMIKDAENNSQQA
NSNSIATFYLIKEDAWPYFSEVEIETPDMINNAFEEFKNQYIEKNPKHQIKWLKILDKVHFTCNSIEIECSAFHYSILLQ
ITQQKEIELKTERDKSAIEDLIKANLIVKHENTYLFTPPTKPVKVSNLPELIPVAEKESEANQINQIRQTALEAGIIKIA
KKHQIIKVDDLFNETSSYVKFPLTREDFDIRLGKILKMELLSTTKDGRIQFTP                           
>Tvag_XP_001302864                                                              
MQNPSVSQILDRLNQDSQTSTTKKSTKTIKIKKPVKKNITSPSINRTSSVSEQQTEENFDIQWESILECVKQTFSSVKSA
NYETTYQLIEKLCKNQVTLQKLADKYTNTIDEYSNNSIKSILQLQNYESFENFYIELQQNIEKLETLFSTFEKSYLYPVT
ISKSIQNQFIKYISQNSAQQDFIITFLADGFKQNRLKYVNGSTDIKHFQIIANCSHFFEVESDLQAVIIEDATQYYQTLE
VPQLDNENLINWFEKQINYEIDMYQYFKTTIGIEIIDTSRQTLYGMKFYMYLQNIISDLVFSKKYDSIVKVSKLCDYSPE
MKELFTDEFKKFAKNCVSQVKKGTNVAIISDIFGKLLVFRDLKEGIENETINDAFKAFCTEMRSKYRKLQLMYAEFINQK
IQEDDFPQHLSDYILFFRQLSSIDEFVLENRSYLVNRLLSPNYSHISNEEIFGKAIEEIIGSDGIKSTFQMISDVKYSRS
MDIKLSIPGFVTLIKYDTWPEYQEIFPEVPRQIEVLRKEFENQFHEENKKISWVSPLETVDFEYGNAKISGSLTHLCALM
KISEGNDKIPKDIKEQLVAAKILDENNMISTEGNFILPLPKYRIPDFHKEENSYEAQQNRKDRIIARIVLIAKKTKEVPK
HDLEEQLKQFISELTEEEIINSINNAVKREYISFDNDIIRFLP                                     
>Tvag_XP_001302856                                                              
MIIDSLEVYQTNLDNFIGKIVKDLEYMPSVSEYTNVAAACFNLSTKYAGFYKEENSKIDNPFIMLNRYIEKLLFKHENKS
YSTLNDEMKIKIIENASKRIHLLQNLCLFGETMNKSIYKNKKFDDIQSIYSRFLMTSIVQANLGIFLDLSIKQFTKAFET
TENTDLSMIISLFQINYFGAPTQEICYNNSSFFIAEIEKSIEKLVPDLQKLPTVMKQVKTFLDLIQNDTKTKERFVKVFG
EKIILPLMPKITQSIKSADIFNSIYPSVTFDGELLISVSLIKSDFSQQFIESVFEERLDKFISSLQKETKIKKLCETLLD



LMKFLETFNKIIYLESFREFSILKTKSKLQDAKFKDVFGGIWPIALSFIFDSLMQRGNPLQGMLTTNTIIKMLSFVNDKD
IFMKQYENHLFNRLATRATIGKEKEIEAINALKVATSYENLKNTENLLNNYEVYIEPGFQKFTYVMFPKTSIPELGHEFF
IKLPSEYSEIITQITPNLKKKWPQRHFDWRYSLVSCESRLKTKAGVSNLTISLAQAAVLQCLCDSDGVTFDTLSSVTQID
AERLNKMINKLLKQKIIKISDKNDIEKAKISINNNFHQTKAIIADNWKIEPAKFEQISETRMLVLQSITMRIMKMVKIIK
ISVLKEKVMEEVSLTFKARPEDITRCFNDLTIKGFIELYGEDRFIFNK                                
>Tvag_XP_001320004                                                              
MSDNANAGTMNPNQKRIVVGMYKNTKSSTKVFKSPFQDIPQPTFDLFKDEIQDNLNKILVDGDLSLPGKSFIDISRQLAI
PTETSPTEGHQLYDFTSQHVVDFANDVTTHISKFKNVDQIGSFWTDISSKINEISISFSPLSTKSNRLPLLRSKFEDVIK
TNLESTLPEFDRVCDIIIKEYNNNRTPENFETEKLAFNFVKDSGLFDEVFLPKLIQSVVDRIRDQVDAAFEGPLHEYLSQ
AVSLVQSEINDAEPFISPSSLRKLQRELYNLIFTSKFQQIVKVGLPVIVKEKNADSIKICVNLAKETDKINEFVRRLSHV
FEAEADCFNLENPIAHILDLHRTMIMFNEAAQFSPEHIKTIRSSFDKGFNNLPDVAARLLAIEVNREFITGQVSDETLEH
LLDVFKILSYKDVFVSYHAYFLAKRILLMKKHTVDDDLKFMDNLRVLCGPEYTKPLRMMFEGLKQSLEVMDALRSEKSIP
KWFSCVMFSQESWPGIEPCDAIIPSQVLPHLQAFENKAVAEKKKRIMHSLQLTRVKLEVKGVKGIKTIKCNGLYASYLLA
FNDVPSMLVSQISKATKIDQKDVEEMTEILKRKRAGNLILLVHQMVRINPEASVESGALNIAFSFPPISQKDDEHTKNAI
MQNRDNQIDAMVVRILKFEKSLDREDLKLRLKDALKFRMDDEMYEKRLNSLNKRQFIKLDASGCVNYI            
>Tvag_XP_001313683                                                              
MKRKSPAGTIDSFFNASKEKKQASIDELMPIPRRQLTVQKTQQQKGVIHIQIPSLSDESSINEDKIKEIMAYLKEGIHLL
FDDKIQNANFAKLFTNVEYICRNKTPEYLYKSISEDMQEAALNFINSISEEFDITLISQKISLFEKCLDYFLRTFLYLDR
SYIFPLRIDGFTSLSEIVYSYIRNGMSKELADLISDQILITISKYRLHEEIKLSELKTGLNFAKSTKFYNDHLEPTLLIQ
TKDYFEDISSHLSLKDLINWNYSSKEIETQLQECGLEKSTYLSIDSMQNEIVLKKAGQRVLFSQEFYDMIDQFDKEELKR
VVSTFDKEELRKLLLKSVSSYFSTKIKSTIQSSTDQTLIPDILRIISKISDFDQFIFENSRDAVKTINESVSASMSSQRD
HIAEYLARYIDSGNPLVGPSLILFKLIDASEVFESTYFHLFGRRFLSWNVDVQRENELIDTLQMNASKEYTDRLVKTIND
YNQSKRILQPTSDGMEYKAMALYERDWSTNEGEIKFPEQIEILNEEFKKRYMKQQKTDSHIVLHFSAALSNCVLKVNNKS
EIKMSGEQAIIVLLLSEKGPMNVDDIHNHTGINESQIKINLDILSKKPLNLLIKGDDDKWSVNKDAQFPENYSYPSTRSG
NLQLQRAVIDNDINYIRTNMIMSCMYKILKEFKTLKLEELISRVKKQLNFFPETEKLMFVINDLKNKDVLTQDENHVIRY
VP                                                                              
>Tvag_XP_001308718                                                              
MRTKQLRAPLHDEFEIPNIAHITRGFAVKSMRPPNLIKAPFEIPEITKFANYQDQFQDAITHCLTLDQVGFQVQKIARIS
QSLSLSKDCAEAHEFISKQIIEFAKSIPTEISNCRTYEEIGQFWEKIQSKLSITTLSFSYLCVKSLGLRTYRDIFLEALR
NEYTQNHELFETVANIIIEAYNESRNDCSSEKLKIHFIFLNDTGLFDTLFIEMLINSVLSIITPVIKESLNNGISSYLHQ
AQELSIREEKLASPLLTQTQLRKLTSSVNTAIFTSNLNNFVAGGLHELVTNNDKESISICAHFSTATNTTSTFTQDLARV
FEEEVSKCFEKEDPIPDIINLYKALSSFNAAAFGTSSARVLTSGFERGFKVDDENTARKLELSIHKCFPLQVCDISPYYG
LFKMLRCKDTFQSYHSLYLNRRSLECKPEQLENDKKFADNLRESCGTRYTEPIDQTFADINLSSSLKKKFFGKIPNSPVK
SIFSPLILKREQWPTIEPITGIVPADIKQCMDDFETYFKVECRGKSIQWTMQLTKVSLECKGFSNLTELTCSGVVALVLL
SIASGNDSVEKIIENTKLTEKDIQNAIAKMSQRKNGKVLLKPLALNPEASVEGGKLDVFYYVPATTSSSAKIPVNYDKQI
EAAIMKILKEKQTLEKEELKGEVSKYLPFKFEDKDFDLRIKALDAQAYIKVDPSGKIHYIP                   
>Tcru_XP_819883                                                                 
MTLSSIRQTTNMIEDEKWEIIRETVLSILNKVMSQYSFQQVHHSVFQMCQQQGSGLLFDHLEAILATHVNSICDRLLSVT
SENFFKSLKTEWDDFSSAVNFISKTLLYLNNNYTCHRQSISQMGERLFCEVVLRNTQISEMFSICVRGIFTCGQTSKDVL
KELASRLSQSYRHNIFEPYIEDPFIAALVDQYRQEMGIKLNELGTKNYLEWVVGVIEESKTNVSNILGESTAQRVEKVLG
ILLIKENTTKLLYNEAGGGSSMFRGMETQSLHLLAEALGKVNESEAFLDMIVGTAKKMGSELLADVDNASPISAVEKILN
LRDRIKNLILNLPFISKSNQSPVSQAITEIIKDSTEFAENLAYYYDAKVKSKISEAELERLVADVFGLFRLLKTKEVFDH
AFKLLLAARLINSKPEDPLSNETFLIDQIRNECGESVNHLEIMIKDGRMRREMNKGFIRSLGTGNKLPHEFYVTVITAGV
WPEYTDLAPDLPESMQNCMQLFCSYYLPHHNGRKLSFNTTLGTVFFTLNHGKIYEIVAPTAFASTILCFQNSEQNNEYLS
LQEICDKTKLIERDASFQLESLSQLGLITVDRVDDVLRYAFNQAFNNPRSKLRVRTTNGNRILEKNRETRAYCEPLGDSI
SFSIQAAAIQIIKSKKKIGHTEFCNAITKSLQTAGFVPSVADIKKGLETLMSKGLISRGGNSNIYIYES           
>Tcru_XP_818330                                                                 
MPTSLGDLISIRGSSSGSSNGSRSGSKHDSGGCKSDAKRVDCSCIRERDVFSRLQDRPSVDDLWPGVESYLVHAAHTIRT
GSAEMMDRLKDVRHRMNWYAVIYSVCSGHPQKSSEVYHRLSLFLLNDLEVNVLRQFLRRNAPCGSPPSSSLCLQFVQQYK
LFMAFRRVVLSCFSYLDQYFTAKFRLDPVTALCVKLFYVVVYEPMKEALIAEVLELADAARTAYLNEKAVSSACSDVQQT
LLSIVEILSTVKAFSAPYDANMQSALTHQKKDTSNSCNYKRGVGEGRNMLAAFAAKVVRMQSPSTAPNRDPPRTMGESPR
SPLNKSHNSDHSRVEQQTGSEGHSISSSPLAKDWDAMAYRSLDGIRMLRERLERRSFGDLMAAHVMRSSSRNKSSHHQHN
NGAGIGITSGGCEGSAKCSVDSAGVVIVEITQPLHFLIFAEFGLRYVQAAETYYRNRREMQFSTPEGWMDYIPWVQGCLA
IERSLMRDVNAPLLLSALRERIQHVLLVEVHRSIILAKEVGFRAQLEAWDSKTEQGAGDMWKDGSSSSSSVPPMGAAMSG
TCSDVDAVTSPAAFFSAQSTNPWEQLSREELGDRIKEFVATFVSTQDEACWTLLASEFASKVVMDTAALFFTYMSQLEAL
APQQLQQGEKKRPGTQQSASSPPVQPRKTVIPMRRRRSLRGDGLSSDRNFLTQQDLAMALIKGLVDTSVHYNKLICEKFN
EHPPMQVAMGDAMREILNPERWGQLVVGGAMHGGVAAVNRGELPSVLLNHDAAKKTVAVLNRLATMRGSREISVPQFLAM
YCDQFCRREMDDGVTDPTDHILYLITLVDDKDVFLEHYKLLLARRLLFLPSAQRNMDREHVMMHKMHHALGRTLTYGLEA
MLRDHEVTASMNEEFSRSDVALALPTRLRVQVLTSVHWPTYRVVPLTPCDSLALVMKTFTDYYIGVHPSRMLHWIHTLGT
ATLHAVFPKGDKEVIANNLQAHILILISDAYNMDRGGAASSGANDSHTAMAIGRSLSGREIATAMGMEFCDIYMYLAPLV
KHKLYNLLVRVDPSAVAGTGQTTQSSSPLSPPNARNAAAAAAAAAVDDDAAAAAAPSGTAPGQLLPEDHFTLNVEYTHKL
RKFGLPVARPSRGEGFKGSVVSSTHVEKTKAALSDEIEASRRIQMDAAIVRIMKSRRSLRYYELFDLTVQQLSKQFVPHP



RSVKMQVEDLVCRGFLRRSEKDTSVFEYMA                                                  
>Tcru_XP_821644                                                                 
MAEREAFANLFGILEVIRRDGILAFADTRVAEKCRCNETLAILATPPFNTAVGELLVRKVFEAFASSSLAEYHQNMCDGD
ELLALRSLHEAYRRTLLLLNNWCKQLHAMEFVVRFTVSLRCHLLQPDLLTGEHPPGKEVLLQFLRNHGRKLLGDIEGTEG
RATLMRGILGHRDEVLQRLHGLTLSSTPDIKALWKSVLVECTRERIEMLDDDLTVGRIISCMQWKDDVVDTFVRMALSPD
PNNSDVRTEVNRWCEELEQLLLVTYGRKRIAALWDVVVEYPDSTPTLQDLRLCLLRCSDDTLQNELIQTAKKMLASRLHR
AGTRTEDILAILIGTIHSLCVLFSRNDQGSVIFTIVGDTLEHLKKRRDCVSAVVQAITQPSADSVLHVELQNFSPNSFTS
VAADDDEVNEDDLLSVAGQSPLSMHERPDVLRVLLSAISVTSLVEEYKRLLASQLLGKKLHDFDTTAEEEVLERLKCAFG
EDVLAPCVVMIRDLQASRRHTLHMKEAYRRAAAEGLPQEKRRDWPLSIDVLSTTSWPKLSAFLPAGETQPVPERYNPHPL
FASAMEDVMEEYKRMKANQRLEWIPSHGYVSLELTQKEASTNTMVAATYDLSLFSASLVLYVGDISTELGSPAPLKTVAE
RMGVKPHVLQQRLSHLFPSLLVSTDENRSLSLQRNYVSTANFTFDEADEREGQPVGLSPDQVKMLLSMMTAMLKARGPCG
VNDIFNSMKMFGQFPGNIDDMKKLLHMFVTQGRLVLNEAKLFTLPGS                                 
>Tcru_XP_813446                                                                 
MTLSSIRQTTNMIEDEKWEIIRETVLSILNKVMSQYSFQQVHHSVFQMCQQQGSGILFDHLEAILATHVNSIRDRLLSVT
SENFFKSLKTEWDDFSSAVNFISKTLLYLNNNYTCHRQSISQMGESIFCEVVLRNTQISEMFSICVRRSFTSDQTSKNVL
KELASRLSQSYRHNIFEPYIEDPFISALADQYRQEMGIKLNELGTKNYLEWVVGVIEESKTNVSNILGESTAQRVEKILG
ILLIKENTTKLLYNEAGGGSSMFRGMETQSLHLLAEALGKVNESEAFLDMIVGTAKKMGSELLADVDNASPVSAVEKILN
LRDRIKNLISNLPFISNSNQSPVSQAITEIVKDSAVFAEKLAYYYDAKVKSKISEAELERLVADVFGLFRLLRTKEVFDH
AFKLLLAARLINSKPEDPLSNETFLIDQIRNECGESANHLEIMIKDGRMRREMNKGFIRSLGTGNKLPHEFYVTVITAGV
WPEYTDLAPDLPESMQNCMQLFRSYYLPHHNGRKLSFNTTLGTVFFTLNHGKIYELVAPTAFASTILCFQNSDQNNEYLS
LQEICDKTKLIERDASFQLESLSQLGLITVDRVDDVLRYAFNQAFDNPRSKLRVRATSGNRILEKNRETRAHCEPLGASI
SFSIQAAAIQIIKSKKKIGHTEFCNAITKSLQKAGFAPSVADIKKGLETLMSKGLLSRKNSNIYIYES            
>Tcru_XP_811550                                                                 
NPLHVVEEVRQKLTVGNPSVDISELIQLFSHPARDAEERLVITVLQSVVHGCRGFFQREALLSLLEPGISEESRHVFLLK
IWPQYWNNELEVMRELPAVEEACVKGILVKLVFVWETGNDVSVQETSNAPCGLRPYYIFHLMRATLQPLLDALFALDAAA
EEGETRSTLELLLDIANSMACIEAPPRRTLRLWDQVGAGAALPSSIPREVGYVVMADVCRAFLEVRLPSAVDHFLSGGEI
PEEQRWPRLIAYLIRTEHLFHRLCEMRLLKAKLLDNCSAVPCFYGIVKNAIANHLQRKRNADLFVETLLGIMQTYLLYGS
HEGAEVRRVGGGGREKMVLVSLHNEDEVMSAVRLAFSVSSIDRFLRLYKELLAYRLLFYAVGRASDGSVDAMEARREKLQ
TEKLVCEYLHELLPFERNAIQQMIQMCMDMVTGNNTPEAYDPQALQPEQCGHGADAFSVRPTMRLLSRLAWPSYPLLTDV
PKPLHNVMDQFARFYHAQYSNRRVVWLRTSMETITFTVAYPQAGKVIVGSLELFNIFHFLSEAGTSGTTWTLLAQRIGKD
KTLLQRGLKKLIHDGFFKIQMGSGEEIVALNAAFKSHKPRYHFLQPPPRVGALLEENGIINEEVHRSRIASIQAVIIKHM
KTVRTCLYDELFCWTRQQNPQFQLQNSDFKLALEMLIEKEFVQRDPSQKQRFVYKA                        
>Tcru_XP_809668                                                                 
MGRVPASDDFRRDVVKAYSGPLFATTFDFGVLWNKVDSVCNKILGWTDSPEFRGQTVIQQVVRAYTIVYRLVSAPCLDCP
KLVRGTNAQQDTIGGGSEGTQALVVYYLLRETIRKRLSSVVTHRLKMSLTAEPPTLLQVYLTEWRTFIIAVNHLKVVFSY
LHSPWQKHELPSEQPLLPTEVVALVQWSDIIMSPEICEGLAEQIFNLISRDRLHRLDEGSTSLVRDISHSLAMLNDPRHT
AYSSLIEESYLVHLQRFYKENINVLKAGGILSYIERSLIIFEDEMERVNRILNKCTMLPMLQRLSDVLIDSEIPYIKSYL
PTWILNDRGYFLNKMYQLLSKNSTGLLVLKEIFEKCVFEKGVEDISRICEESIRANENVYKAVLEGIISVHTYFLRVSES
FEGNEVLEKAMLSGLEKILTTLTYVKSYHILGEELARFAHTKLKSNESKEQCEGILREIVTVFQLLPSKSSFLESYPKFL
SVRLLFEPYSEEQERFAIRTISQATECTSDFVYRCEVMLMDVTENSVSLRDMFDTKYGNSHNKSSEWLFQPSVLTSYSWP
DASCDVNLPTPSILLPKMREFQLFYSQVRPKRHISFVSRCSRGVVRMNLPRDSRVPSIDLCVGQSQLLLAECFNNRTDWS
IGNLLQTMELTNNEIFLRSLNAFAGCGILEVYDEGGPVDLPLRSVMAGKYVRLGSNPDTRKRKLNLFPCDWEGGFQIATV
SSNDFVSDPVDASHHMVDQLKAPAVQATLVRVFKASGTLSFYELMEKVKDESLQKFMPSVQQVKVALEFLISRGFVIRDN
SNGGTFSYIC                                                                      
>Tcru_XP_807714                                                                 
PGILNDRGYFLNKMYQLLSKNSTGLLVLKEIFEKCVFEKGVEDISRICEASIRANENVYKAVLEGIISVHTYFLRVSESF
EGNEVLEKAMLSGLEKILTTLAYVKSYHILGEELARFAHTKLKSNESKEQCEGILREIVTVFQLLPSKSSFLESYPKFLS
VRLLFEPYSEEQERFAIRTISQATECTSDFVYRCEVMLMDVTENSVSLRDMFDAKYGSSHNKSSEWLFQPSVLTSYSWPD
ASCDVNLPTPSILLPKMREFQLFYSQVRPKRHISFVSRCSRGVVRMNLPRDSRVPSIDLCVGQSQLLLAECFNNRTDWSI
GNLLQTMEVTNNEIFLRSLNAFAGCGILEVYDEGGPVDLPLRSVMAGKYVRLGSNPDTRKRKLNLFPCDWEGGFQIATVS
SNDFVSDPVDASHHMVDQLKAPAVQATLVRVFKASGTLSFYELMEKVKDESPQKFMPSVQQVKVALEFLISRGFVIRDNS
NGGTFSYIC                                                                       
>Tcru_XP_807387                                                                 
MLEEDKEAIRRMKADFEAIAELTESEFKLNTGFARRMNHYSAVYTAATRTTNMRSFSDAFGYYVDELLYTDFQEMLTRYL
LKYRDLQDSSQMRLFVKILKLWNHYKVLMKWNMRAFAYLSRFYIVNCSKPSLQQVALNIFLEQILKKNVHVISRVTQDLL
CLERNGESVNRDQIRGAIELMSSVSVEKKDEIYTEQFLRPYMALTKSHYEGLVTEWSKSFAPSELLRQIEQAHNEEKARC
MCYFSPDDRKIIMTHVEEVLLESPATVEKLLKSDDGFVAALRGRDEALLEKYYNLLSCRTKCLAYLSNLMRDEIIAEGKE
RLLQHDSQKKEMDFRSCVGDMLQLQDDFMQLLARCFNSNAIMMKSMREGLEKVFGGSVHASRGPQRSVPFSELLAYYVDA
VLQGNEGSTVEENLEKAVAALAYVTDRDTFLAHSRELLAQRILFPRKKMDEATERSLIQRISQRCGVSSTSYLEGMLHDV
DIAEGFGVTEKLEAVGKAPNFAFSVLVLKKGIWPPRIQGECFVPPRVIQEKLSAFQKIYLEGTTGRVLTWSYSNSSGDVC
AVFKKGVKILSMTGIQCWVVLAFNELNELTPNDMMSLFGMSLEDAKPALLPLLKCSILRGESDATTIQPQAKFFINEDFS
SKWKKVRVPMPTCRRDGLLHGEEIAKKIEEDRRPAIDACLVRIMKSRRVLSHSSLVEECHQKLSQLFSADQKLIKQRIEE



LIRKEYIERDHKNPSVYQYTA                                                           
>Tcru_XP_806684                                                                 
MASRTLYDPPPTALQWDVGPSQEKPCITVKLLTHDAEMHRLACEKEKEKAWTVAEGMLDALLVRLAAQSENVISSTPPFE
HSTSLLSFLISSSPSASSMSSISVRIPPVNVSNRGYAADAACRSVRTLVELDAASAVYEKLKQSLEAYVMHILQFLTTAC
EPDGEGCLTFMRLVHVWGHYRLAVAELQEVWVYLDRWYISRMHAVRSIDGLAVAIMKEALLQHPWLLSRAQLGFLTFLRQ
DFENESNVRREILLFTNLCSSIEVYFLRVEPDVLAVAKEFYTEVADRMWHDGESAEVFFQQVGCFLQEGRRRVQACLEAN
TMSKLEEIAQTSLLAAHGTDVLARDFERLVKDEKYDCIRLAWQFLALGKYVQLGKECGAVFREYILHEGVTIIRQLTSRP
ADREGFVAVKAMIALIRRGESVIDECFAENSMVFTVQLNDALVEVLQENQTEFARQIARYIDFLMREEENDTLMSAPANT
KGDDGSGDNCLYADATATANDGGSDEVAAAATATATAVSPCGGLLNYIGRIYALLPSRGIFETFYWHDLARRLLQYQRPR
RLDAERSFIQELKKACGVETSKFEGMFNDLKVSQELNERYQAWVTGERDDASAQWPPVMRVDNEEEEEGEAMSLIAELPW
NTEVKLHILTSGFWPTQSTLAVRLPSPMRLLAKSVQDFYRQCFTDRQLLWQHQLSSAVVRCSIGTVRRNLTGTLLQAAIL
LTLQEMMDTTPSSSSSQRVEAVTVGALCDRLAVDILVPAVTGSIYGLCHPKFSLLLREPAMGGSSAAAFPMLAGTDRLRF
NTHFAVSSMRCRIPFYNTPNSGEDVSTGRNDADSMLAVDDVLKEHKHVIEAAVVRFMKEKRCATHEDLVTAVSTLVQFPV
TMATLKCVIERLIDRGFLERNGATAYTYTL                                                  
>Tcru_XP_805928                                                                 
MAAGCSAMRCPCLFSLPHSLRLQHSVSLALFYFSLHSVQAVLVSGLFSARIKFVKRRRRRGWKKHQRTTMVEESCKYEEK
EDERDRPCEEVVAASRLREAYAAVDRESFGALGVQALSPRIPCASSLLETFPSLRELFTVTLNLEVLLRRREGDALRTIR
EKHLKWYKRIFHTLHGVHDIHALLRYWVKGMVLYEFCEINRHMEKEDDEEEEEINNDTGRQNCERGGVMRAADYAMELRE
ALRRFPKLVAFLFLSKSQEYWAQTLSEVIREDVGSSLSDRLKLNVLQRLLMKVLQCQRQRRYGVLRCEHFATVHPHCHNN
GNPLHVVEEVRQKLTVGNPSVDISELIQLFSHPARDAEERLVITVLQSVVHGCRGFFQREALLSLLEPGISEESRHVFLL
KIWPQYWNNELEVMRELPAVEEACVKGILVKLVFFWETGNDVSVQETSNAPCGLRPYYIFHLMRATLQPLLDALFALDAA
AEESETRSTLELLLDIANSMACIEAPPRRTLRLWDQVGAGAALPSSIPREVGYVVMADVCRAFLEVRLPTAVDHFLSGGE
IPEEQRWPRLIAYLIRTEHVFHRLCEMRLLKAKLLDNCSAVPCFYGIAKNAIANQLQRKRSADLFVETLLGIMQAYLLHG
SHEEAEVRRVGGGGRAKTVVVSLHNEDEVMSAVRLAFSVSSIDRFLRLYKELLAYRLLFYAVGRARDGSVDAMEARREKL
QTEKLVCKYLHELLPLERNAIQQMIQMCMDMETGKNAPEGYDPQALQPEQCGHGAETVTVRPTLRLLSRLAWPSYPLLTD
VPQPLHNAMDQFARFYHAQYSNRRVVWLRTSMETITFTVAYPQAGKVIVGSLELFNIFQFLSEAGTSGTTWTLLAQRIGK
DKTLLQRGLKKLIHDGFFKIQMGSGEESVALNAAFKSHKPRYNFLQPPPRVGALLEENGIINEEVHRSRIASIQAVIIKH
MKSVRTCLYDELFCWTRQQNPQFQLQNSDFKLALEMLIEKEFVQRDPSQKQRFVYKA                       
>Tcru_XP_805723                                                                 
MPTSLGDLISIRGSSSGSSSSNGSRSGSKHDSGGCRSDAKRVDCSCIRERDVFSRLQDRPSVDDLWPGVESYLVHAAHTI
RTGSAEMMDRLRDVRHRMNWYAVIYSVCSGHPQKSSEVYHRLSLFLLNDLEVNVLRQFLRRNAPCGSPPSSSLCLQFVQQ
YKLFMAFRRVVLSCFSYLDQYFTAKFRLDPVTALCVKLFYVVVYEPMKEALIAEVLELADAARTAYLNDKAVSSACSDVQ
QALLSIVEILSTVKAFSAPYDANTQSALTHQKKDNSNPCNYKRGVGEGRNMLAAFAAKVGRMQSPSTAPNRDPPRTMGES
PRSPLNKSHNSDHSRVEQQNGSEGHSISSSPLAKDWDAMAYRSLDGIRMLRERLERRSFGDLLAAHVMRSSSRNKSSHHQ
HNNGAGIGITSAGCEGSAKCSVDSAGVVIVEITQPLHFLIFAEFGLRYVQAAETYYRNRREMQFSTPEGWMDYIPWVQGC
LAIERSLMRDVNAPLLLSALRERIHHVLLVEVHRSIILAKEVGFRAQLDAWDSNTEQGAGDMWKDGSSSSSSIPPMGAAM
SGTCSDVDAATSPAAFFSAQSTNPWEQLSREELGDRIKEFVATFVSTQDEACWTLLASEFASKVVVDTAALFFTYMSQLE
ALAPQQLQQGEKEPPGTQQSASSPPVQPRKTVIPMRRRRSLRADGLPSDKNFLTQQDLAMALIKGLVDTSIHYNKLICEK
FNEHPPMQVAMGDAMREILNPERWGQLVVGGAMHGGVAAVNRGELPSVLLNHDAAKKTVAVLNRLATMRGSREIAVPQFL
AMYCDLLCRREMDDGVTDPTDHILYLITLVDDKDVFLEHYKLLLARRLLFLPSAQRNMDREHVMMHKMHHALGRTLTYGL
EAMLRDHEVTASMNEEFSRSDVALALPTRLRVQVLTSVHWPTYRVVPLTPCDSLALVMKNFTDYYIGVHPSRMLHWIHTL
GTATLHAVFPKGDKEVIANNLQAHILILISDAYNMDRGGAASSGANDSHTAMASRRSLSGREIATAMGMEFCDIYMYLAP
LVKHKLYNLLVRVDPSAVAGTGQTTQSSPPLSPPNARNAAAAAVDDDDDAAATPSGTAPGQLLPEDHFTLNVEYTHKLRK
FGLPVARPSRGEGFKGSVVSSTHVERTTAALSDEIEASRRIQMDAAIVRIMKSRRSLRYYELFDLTVQQLSKQFVPRPRS
VKMQVEDLVCRGFLRRSEKDTSVFEYMA                                                    
>Tcru_XP_805473                                                                 
MASRTLYDPPPTALQWDVGPPQEKPCITVKSLTHDAEMHRLACEKEKEKAWTVAEGMLDALLVRVAAQSENVISSTPPFE
HSTSLLSFLLSSSPSASSMSSICVRIPPVNVSNRGYAADAACRSVRTLVELDAASAIYEKLKQSLEAYVMHILQFLTTAC
EPDGEGCLTFMRLVHVWGHYRLAVAELQEVWVYLDRWYISRMHAVRSIDGLAVAIMKEALLQHQWLLSRAQMGFLTFLRQ
DFEKESNVRRELLLFTNLCSSIEVYFLRVEPDVLAVAKEFYTGVADRMWHDGESAEVFFQQVGCFLQEGRRRVQACLEAN
TMPKLEEIAQTSLLAAHGTDVLARDFERLVRDEKYDCIRLAWQFLALGKYVQLGKECGAVFREYILHEGVTIIRQLTSRP
ADREGFVAVKAMIALIRRGESVIDECFAENSMVFTVQLNDALVEVLQENQTEFARQIARYIDFLMREEENDTLVSAPANT
KGDDGDGDNCLYADATATANDGGSDEVAATATSTATAVSPCGGLLNYIGRIYALLPSRGIFETFYWHDLARRLLQYQRPR
RLDAERSFIQELKKTCGVETSKFEGMFNDLKVSQELNERYQAWVTGKRDDTSAQWPPVMRVDNEEEEEEAMSLIAEFPWN
TEVKLHILTSGFWPTQSTLAVRLPSPMRLLAKCVQDFYRQCFTDRQLVWQHQLSSAVVRCSMGTVRRNLMGTLLQAAILL
TLQEMMDTTPSSSSSQRVEAVTVGALCDRLAVDISIPAVSGAIYGLCHPKFSLLLREPATGGPSATALSMLAGTDRLRFN
THFAVSSMRCRIPFYNTPNSGEDVSTGRNDADSMLAVDDVLKEHKHVIEAAVVRFMKEKRCATHEDLVTAVSTLVQFPVT
MATLKCVIERLIDRGFLERNGATAYTYTL                                                   
>Lmaj_XP_001686885                                                              
MSSLVSSRKRMAEYSTFSDKWSIIEETIRCIFKKEVSKNSFQRIHHSVFQLCQAHYGSLVLVQLEEQFFAQVSIIVNRID
GSSTYVADFLREWQDYNDSVSHISNILLYFNKNYMYACHHSSIEHLGERIFCSSTLGNPEVSTCLIASIKQLIHVPAAES
TIRDIGQELYTAEGSKYFARCMETPFVDAMVDKYVVQGEQQKQALTTSGYLQWVQNVVCTESHKYADTFFYILLDKLTSA



LYSSLVLSDPSSVNEMLMGPTGLVHMLEEWDVASISTFVQVFCAMKREKDVTDIIAHVLKEKCEDIINDRDTSVFPFPGV
QKMLQLIERAKALDSLFPSEEGHSQSPFLRVIRNVLGNDTRFMETLSVYYDNGIRQGKDDIVSTVGNNVLTILQLTPDLE
AFEVAFRSHLAVRLIYAKPHAVNMECLFIDRLFNIYGSSVVNRFQKMVEDIRSATAAQEKLIADMKTKRISPPLEFNVLV
LTSGLWPQYTNIPLSIPQSMEACKRVFQEYYRRRHNGRKLVFQMSLGSIAFQLCHGDRTYHVSAHTHFVNSIMALNSDEN
LSVAVVAQQGALSCDEVLTQFNTLCHVGLAERNGTEFRFNRNFYSSKPKVKVSAGVQKSAHDGGSASAATRKGMDGARTM
SLDATIVKLLKEHNSMDYQTLCGAIESELRDVCSPTRTDVKLRIDALIEKGLMTRGESAHCYFYCS              
>Lmaj_XP_001684494                                                              
MAEQESRTWNSFPPLWKEVAGVCNTAFQKFKKRPSQNLCKDYNKLISQICEAHGLVYNLTAYQCSNYPALVRGSNSTPVV
GETVESTQVLVVYYLLRELLKKQVNSVKSTIQKDSILSYLDAYEKYTAGGNVVKSIFTYLHWSWQKRGLPAEHIIQPTEI
VVGHLWMDVILTSELKESFRAKVNEIVCRVRSGGPTSVGEMESVKRFSLNLGCSTDVRLTLYSSMVEETYLKSLASFYCA
KRPGFKALGVVEYINQCVKAVKKEDVLARCFLIRSSYEQVSESVLRILIHEEKNYLLPFCKKCIDPSDGNDPLSSKKSLS
ALYDLLGGGAEESWMEDLLTETVSEYADRELKKTSDSSEASSILRILKKAQQTFEMTISGIFGHQPRLIRAVYDGIQANL
AALERPTATEDNAAKIAKRLAKYAAEEIKSMPIDELRRTNNWIAVIYRLCSRQDVYHLSYTRFLQERLLTNIFGTGKQSE
IAVREESMLSSLLIKDKNFAFIFNCMRMLNDARRNDSKRAERVQQLLVKPYILTAFAWGESRRSPDMGRTSVPLELQSVI
THDIDAYSALRNGRKLLFSPEHSGARVRMSVSNKAASFLLLVSLLQMRYLLVMNKMSEWSADELCSQTRTSLEECKRALT
PFVQTGLLQETAQHVFKLDPNIFALQSGEEKMYDLRYIELGSQQSNPEKNTLFLRGEKSHVLSIEGAVMRLLKELGPLSL
DVIIGKVSASLGKLSVQRRDIKKVLEKLVEREYVERSEDNCFSFIP                                  
>Lmaj_XP_001683747                                                              
MLEEDRQALRKMKADFEALADRANSDFQGYNTFERRMNHYNTVYTAATRNTSKAAEYPGYDAGELLYMEYNEMLTTYLWR
YRDLSGDSEQELFQKILDVWDHYKILMKWNMRTFGYLSRYYIVYHSKPSLQQVGLSIFLEQVFKKNADVVSSIMQKLLLK
ERADRVVSTDAKQISTAIGLFSSMNIEDTQSIYVTAFLEPYLDKTKRDYERFLQEWDAVADAAVFLRSVHDALTHERNIC
RRYFSTQDEERIMTCVEAALVDSPVTRRKLVDSPSGVLAMLRSRDEAQLQMCNSFFSRRESGIALLAGLIKKEIEAEGLE
LCERFKGEEASVDIVAYTTGMMHLQEVYPQLLSRCFQLDFTLSKAVREGLEACYNHGVAVTSSCGGGESRIVPFCEWLSH
YVNHLFQQEAGPASAEMDRIVATLAYVTERDRFIATSREHMADRILLPIKKFSEANERALIQRFRQRCGPTSTACLESML
HDWETSNSFCAMEVLASKNVPRTFEVELLVAKKGIWPSRLSDEPDIVVPSFLQRVLEPLRDDYLAGKSGRVLTWSHECSS
GELQGSFKKGTQLFFACGIQVLILLCFNSSPVCTPQQIGDRCHVTFASLQRYLPPLIRCRILTRKSGKALLQMDDELTVN
DDFVCRARRMRIPPSLARVSVGESEHISKQVEEDRKPAIDGALVRIMKGRRSLDHAELVLQCQQQLSSRFSPDVKLIKQR
IEELIRREYISRDPRSKGVYHYIV                                                        
>Lmaj_XP_001682203                                                              
MRDAAERRHSSVELQRPQSQQRQPEEHHHQQHEDAAHNQRHGSRTTSGGGAALEEAASFQARPLARTPPQHPGFVETFGG
MPAALVLSRSIRNQAHARDMGGLSCVASARSAADKDESATLEVPQSLCRHTAAFPTHHLSTGTPCSSHATASTAELEMPM
QFESLWGDIDRYLFAVYTTLQTGDEMSLRPLRTPKHRMGWYTVIYNACSGDPTKSRELYARLALLLLHILESHVLFPVLQ
NVDHSRVHFLTGAEDSRGACGSGSDQRGGQSSRSAPTGSGIDGCSSGGWSRFKSIAIAATSGSVHRSPLKETSRNSSFTW
SSRGYRNSDGSLALMKRLFHPSPHPTATTTAARASPVGGGGVKADEEEDGAGQPPQSPKAPAPVNGDSMASSGVGSRGTS
WFAQQGSGGSVAVPKSPAAANEFQTAFAGFDSTVHRSPENRVSLKLPRQQQRTTGFSIVTSTQSRPTTSPPRSPAIRMHT
PRTPSSVTSLHVTQHAGSAPTESGRSTLTARSPTSIGGRALPPATHSAVSPHHARVASKTGRVVVEDDEEVLYAVDTVPA
AARHSLRRRQHRGSSSDSNSVAAPVSFNDTEEGSAGLRAGADNDDDDDSLHTMNSFSSESVGRESRARLGKCAGEGATAT
AAREDARGRDAARAGEPPRTDHSDEGGTAEPPASRSSPFTTTLSSINDALSPLLAPEAPATMRSTGTNAPPSLLRATAAV
DASIRCTSSPDAKTVSETSVTATGYSAREASSSSPSATVALAPPAASVTTSTGTTSPATPAYSAAETASSVARTASTARP
DERRFSLCYTFLQEWHTFVVFRSVVLSCFRYLDQYYTRRFGMDTITLMCFKVFYVVVYEPLRPLLVIELCYLMQYVREVF
ETTGQVAREQLRLIQETYSVVTELLLIVQSTSSSMVAQQQQQPQAGSGVSGGGGATAAAASAATASTAGSSNATNGPPSV
VAPSAAGLSSMVGAFSAAEAAVAETPVRSHASSRARSTSVHNLSTASSAVSTPHVSALDRHNSSSTVAAPSPAAADGEQS
GAHPQVSRRRRLISLFTSGRLGDGVKGGGGNSARDQRATSRASSTPASPWVGLASSTSSAARLPSTFEGTPRPPAGRGGD
SGRLSARDEAEGCSDKQQGGAAKADYISAPAVVVDLRGTVELRDRLEGHTTAHHLTTQALKRWEGMSADRRLRLGTIVKE
IAKPLSTIVMEDVGNEYVAGIYAFYRYTRDARRSTEEGRRGYVSWAGDVKELEKLVWRRVQLPFLQASLRSALNEVLVVE
PHRSILLDTRFGLRALLDTWSASVESADLSLAPPMSAAAARPGDAATQADGSSTTAVAAFHRRTGSTMTSTSLGGGLGEA
DPLARSGVQRGGGKYPESLILFGVHGSHPTHPLSFPHQRTPRSFPFDGGERDEVVSQTSCSVFSGEKEKEKDDGRHGSSG
GDVVSAVRWTTAGSNDSHSTVITVAPAIDPSSNDRLMEHAGAWTGTRRGEGKPSTVATASTPRFTSRGDSSTCVPPMEPA
THAALAPHYRLGEQASLSSGTAAAAETGRTVSGEAEGDSASAWAALKSLYGLFDDVTEDECFLLIAAILITKLIRDAADI
IERYLRAMSSPASATPSQPHPQAPGIHLMASLVGLVERYTDLVEGVFRNHATVLRALSNAIEELMCPFRWTRKGALQASQ
QRAQEALTAAASATPGAYGRSWSEVLSSTGADLPSVLLSRDARQATLPLVSLAANYPQAVQQLKFSVLIARYTDVLLQQE
RGGGRVLSGNLHKRLRLVARLVSLLEDKDTFLEHHRLCLARRLLGYASGPAAPQSEAALAVVGGNAKQPLAVGRASQGSS
ASASLNLEAERQLVSFLQSYLGVTATHAFEAMLRDYEGAERTRDLFEQEAAYLELLTKIRVQLITSAQWPTYAMPPLQVH
ASLQRGMEVFRAYYARQHPSRTLLWVFSLGSATLIAEFVSGTKQVAASTLLATLLLVVSDAYNAEASDAAQAGALTGAQL
ARTLGLPFHALRAHLQLLTQHRAFNLLRWIPANSSGGGTGAAAATASITENDSFSLNPCYAHKLRKIRLPLPKARPTGLP
SGDAQAFDGGPEPATQREPSATLSSPGATTAAATVTAIACEDAVVAQHVQATRRVLLDAALVRIFKSRRVVLFEDLFQTV
TAHLSRQFMPSRRDVKAQLEGLIDRDYVKRSPDNPNTFVYLS                                      
>Lmaj_XP_003722769                                                              
MMPYQHSINEDGAMRILAEMLDALDTHGLALFSESGHGAAWPLSSPTTWSSALAVLATSAPLNAMVADTLLERVSAALSV
EIDVYHSAVLCCSGPLSTEVALPALERLGEVYRQVHSHLLRWCSALHTPGVAALLAVRLRCALLQTALVTGEEPPGRQAL
FSFLWRHGRFVLAKQRKAAGDGDEEDAGDSGCDGTLGEAGDANESASAPASASPAPDSVMTCLHRLALNRSAEVKQLWRS
VLEEGIRDRLSDLSDDFSTRILHKHLSWLENSVVPFVRMVLPDSDGESDPLCRSSGSLRDETSANRRCEDVGTTSEGCHM



VPGHVQEGDACPSSQTNEAVRAEREAWCADLRLLLLHTYARRRLDGFWDILSDYPDSVPALEDMHYCLQSTPESGLKTEL
VQTVRHLLSSRLHRAGTRTDDILAILINTIHAFCILFPRNEQSSVVFSVTSDTLEHLRRRKDCVPAVVQAVMQPGSAVNV
APPPLTQAASDGLVGNLDFDGDAGSKEGELHRAASRGRPDVVRVLLTSIPRRALVDEYQQMLAEQLLQKPMHQFDTTPEE
EVLERLRHVFGETALDRCAVMVRDMQMSRRISQQLREQLGSSREDRLPQLRPTAASATAVSPAASVSVLSMTAWPPLPRC
SSANGGDSGPASAPLKFCPHPALQEEMDALAEAYKRLKDNQRMTWLPSLGRVELELKQKDPSKGNALVAVPQVLSLFDAS
FVLHVKEMASRGGFSTPVHLKEVAVVMEVQLEELRAHAQRLSPAVLMFQPATDLVTMQLGVAASADFVFMEDRETDEESG
KPAGLPPERVKLMERMVTSLLKTRGAQSSTAIHSSLKLLGKFEGSNADVVELLRSFVGRGLIVLNDARQYALPPK     
>Lmaj_XP_001684495                                                              
MCNTVMDAYLLVYHLISHPCSNTPLVKVNGKEIWEGQQIMAVYSLQGAIFEKHLLNNVMPAFSQVSNGSTIQTYVRSWRS
FLVAVVNIKTVFSSLADKWSLLGLEDNPLDRTEDIALRKWSSVVLTPRMVSQLRKELRALLADERAGHGAPDLSFAVEIK
DELSMLPDSNYYRSVVEVDYIRDMCDYCWSKVGGVVESDLFTYAKLCLGLIEEEVKRAERFLTSKDHAVDRLVETLVDDR
ISAFECGRLSQWLGSIGQRETDEKLQTVFHLLWWSKCKGAPLMEGMFKESVAQHTSSALTGTVRAAGEGTDVYAAVIECF
ASIIRKYRDVVMTIFDYNGCMLEAMDDGLRCGFTSLRSFNYKKLADRLAAFSNAILGNTGSTKLRLEDVVSVYYFLPDAE
NAAKDVFLVSYQKHLAKRLLLHHYDEAREQRSMEQLVQIKQSPILFCCRSMLKATTTQSIYVGASSVNGVKVNPALLSRG
TWPSLPHTLASSSVSDSVLRQIEGAQRICSTRRHGQRIEFSAPYSSAVIRMFRPAGSTAAGDSVQLKVSFLQMCIIDHFN
AKSQCTVQELCESLQVSEVECAFALNPLVSATVLKLSGAMEPSSIVSLGPCDSSIGDVTNVMPLEFHSFAHRAVVKSHEQ
RTLQSAAKANPQRMESQVVHTLKQSGSKTAEELMIYLTSAMQPLIVSRGELKRVLEKLIERGLLVRDDSQRKFVYSP   
>Lmaj_XP_001683883                                                              
MRCVCARLALLRISCLPSWTSPALMWLYRMSACVHVRVSLSVYPSPPPLPFRGISLRLPSFRFSLPLCVSGHVRRSEHLD
TRSRAHVWWASPRTSGSRLRSSAALAALYPLTGIKMTMFPRPPLPSFQVTLLPELPPGKAHSASSPPSLSCSSRASVQMH
DEAAAKAMLHAVLDMAYDCTTPQRRFCSYSPEAVLRSVRALVDSDLCAPLVEALQAATRAYAQRCVEVLLGQQQQLPPGA
GTPQGMANGDTESDEEATALSANATLGVVQILAQLVTYWERLQQGLAELSSVWVYADQWCAMQVGSAMPRSLIAAATQEV
REVFSGYPELCDTALAGYVAVLKAELTADTAALLSASRSARMSYAAALPDKRAAASPAGSEQPVASTPPLPRPDATPLAA
LACPPSLASLDKPLRQRLLRLFTQLTLATQQYTTRVEPTVVRVVQGHYEEVAHRLWAENVSARVFFRFCDGVLRHLGPMS
ASLLHPGTSLMLEEAIQGSLISRVGSEVLKRDFVALMEWQDYRSLRLAWRLLSVSARVRSSPLVADLFHEYLMDCGQRIM
EELVPSSTKGTPAAALVPPCERPFLAVRHLLGLLEQGSRTVAKCFAECERDFKVALHEDLQTILEAYPQAFSEQLAAYQD
AIMREVEVGHVPVGSSKPTAPVALEKNGDDDNDDEEDVLSSPLRRPRPEGTLPSSRPPVAAPSPGFTRAEEDEGVSSGRE
ESAEVEDAAEGDAVMGAAALHHAAPLPTEVREATSVLRRIAHIYSYHPKKDLFEAAYWRDFARRCLHAHRKLNSAPENTF
IGFLRDICGLSFTSKFEGMLTDLTSSTELTTQYNTWVQEQEQQQQQQPSGEAGVDTAAVGRLVSEAKGLDAHLFILTQSY
WPECPSMPGNFYVPPALRAVTQLVEKFYTGRFPNRHLSWQHPLSHATLLVRLTPQSSVLTLTGTYTQCVLLMQLDALYDR
GVTTITAKALCDAVGMDMTNTELLWSLQGLCHPRFRLVLRAEAASSPPSGGGAQRKSAELDNEDDESAARVEESAASCTS
PQSVSPGAAAGASAGCTLAATDLLQLNLSFTSATSKVRIPFQTRMRTTASAGLDGPSRGGRTADNGGHLVEVAIVSCLKS
QRTMTRTDLASAVAARVPFPVTTTVLKKAIDKLIERGFMIRGKGSTYVYSA                             
                                                                                
                                                                                
*******DUF2042***********                                                       
>Hsap_ENSP00000358283                                                           
MADAWEEIRRLAADFQRAQFAEATQRLSERNCIEIVNKLIAQKQLEVVHTLDGKEYITPAQISKEMRDELHVRGGRVNIV
DLQQVINVDLIHIENRIGDIIKSEKHVQLVLGQLIDENYLDRLAEEVNDKLQESGQVTISELCKTYDLPGNFLTQALTQR
LGRIISGHIDLDNRGVIFTEAFVARHKARIRGLFSAITRPTAVNSLISKYGFQEQLLYSVLEELVNSGRLRGTVVGGRQD
KAVFVPDIYSRTQSTWVDSFFRQNGYLEFDALSRLGIPDAVSYIKKRYKTTQLLFLKAACVGQGLVDQVEASVEEAISSG
TWVDIAPLLPTSLSVEDAAILLQQVMRAFSKQASTVVFSDTVVVSEKFINDCTELFRELMHQKAEKEMKNNPVHLITEED
LKQISTLESVSTSKKDKKDERRRKATEGSGSMRGGGGGNAREYKIKKVKKKGRKDDDSDDESQSSHTGKKKPEISFMFQD
EIEDFLRKHIQDAPEEFISELAEYLIKPLNKTYLEVVRSVFMSSTTSASGTGRKRTIKDLQEEVSNLYNNIRLFEKGMKF
FADDTQAALTKHLLKSVCTDITNLIFNFLASDLMMAVDDPAAITSEIRKKILSKLSEETKVALTKLHNSLNEKSIEDFIS
CLDSAAEACDIMVKRGDKKRERQILFQHRQALAEQLKVTEDPALILHLTSVLLFQFSTHSMLHAPGRCVPQIIAFLNSKI
PEDQHALLVKYQGLVVKQLVSQSKKTGQGDYPLNNELDKEQEDVASTTRKELQELSSSIKDLVLKSRKSSVTEE      
>Cint_ENSCINP00000007324                                                        
MADWKDIEQLQAEFKTAQLSSAAQKLSERNCIEILNKLQEMKLLDVLHSVDGKEYLTPTHLAKEIRDELYMQGGRINLVD
LQQALNVDFSHVEAKSNELVKSDRNLQLIYGQMIDSTYLDRLAEEINENLQSTGQLTIAELSKQYDVPGDFLIPELISRI
GKQIDGKLDEINRNAIFTEAYIAKHKARIRGVLSAVTRPIQLYPLSHDHGLSMQLLFSIVEELIKEGRIKGQIAGGRSEK
SMFLPEIHTQTQNQWIDNFYAQNNYIEFDAVSRLGISDPKSYVRRRLTTNPPLFLKSVCVGQSIVDQIMATVDETIANGD
WVDMMNFLPTSFLDEDCNQLLHHVMRERKKIKSSVPGIIFANSIVANEAFVNSCLKYFDGMMREKAEKDVKKSSVFALTE
EERKEYLHQTTGDPKKKSEKKDDRRKKATEGSGSVKQGFEGASGSGKGAREVKTKGKDKKRLKWKKEHETQTETKPSKPS
SSQDDLPFMDVGEITDVLHNRIRDCPPDFLQELSERIHRPLHTSYQAVVKSVFQISAQQSKEAGESGQDASAGGCAEKKS
LAKSRKQSIEEISTMWANTRLFMEAIKLFEGDTAVQLEKHLLKTICLEITNSIFALVAIESVSGADANTEMTANVRIKML
SLFPDELKPSLTRLNSSVTGKDLHEFTEALQEATSPKTCDIFLRSADKKKDRQVMHGHKMSLLKQLENESNGAMALHLAV
TIVFQSVTGCMIHTPGKCVPEVLGKIQPLVDKDVHRTLNRYQDLVMKEMITRKSSTPDNDHLAELQSDLINDLPVIQTIA
ATTKKQTT                                                                        
>Skow_XP_002733949                                                              
MSTEDWNEVKRLAADFQRAQLSSAAQRLSERNCIEIVNKLIEDKSLEVIHTNDGKEYLTHAQLMREIRDELIVHCGRINL
VELQQIINVDFSHIEAKTNDIVKSDKNLNLILGKLIDSEYLDLIADEINDKLQESGQVSIAELTKHYDLPGDFIIEVIEQ



RLGTIIKGQMDQYDRDIIFTESYVARQTAIIRGVFSAITRPTPVISLLNQYKFHEKLFYNVIEKLVEQGRLKGSVVGGKQ
DKSSYVPDIYAKTQNNWVDSFYQQNGYLEYDTLARLGIQDGKSYLKRRYKSQDVLYLHTVCVGRSIQDQMDASIDEALNT
NTWVDISPLLPSPFTDTDANQLLNKIMKDKPNARVFCDSIVASQSFLTKCKSPFENLMKKKAEKDAKNAPAMLKEEKAVA
SGSGKKDKRDERRKRATGGAGSTHSGVGGNAREVKIKKAKKGRGGRFVDAEDEEDMDDFTQGSRDRPQELKFMSQEEIED
VLSENLTDCSDNFISEIASELVRPLTKSYQEVARSIFMQTTGTSDSVDRRKTHSELQDRINGLWTNIKLFEKGIKIVSED
LQGQLYRYILKTLCSDISNLLFEALANDNMLRVEDSSTLTPELRAKLLNKFPANIQSKMTKLHNSLTEKNLDDFNSHFDD
ACSLCDVMLKKSDKKKDRQLIFNHRQALAEQIRNEEEPAMLLHLCSVMLFQTYTNCMIHVPGRCVPQLIAFLADEIPSEH
HEQLLKFQGLVQKRLGTDRAEKLDDCSEKSDVEINSDTEVVAEMSSFVTVIREIALSKKHVPNKED              
>Dmel_FBpp0081157                                                               
MGSDWDEIKRLAADFQKAQLTSTLQKLSERNCVEIVTLLLEKQMLEVVFTNDGKEYITPDHLEREIQDELYVNGGRANLV
EVSKTLNVDLSRIELLAERISAENQSVHLVLGQLIDEDYISHIAQEINEKLVQRGEVSISELASQFDLPSDFLQHDVVEK
HLGKIIKGRQDASNPRVFFTQAYIQRCKAKIRGALAAITRPINVAVILQKIGVQEKIFYSLLDEIAPAGQVTSKQANSQY
VPHIYAKTQADWVNSFYKQNSFLEYDAIQKLGISDAKSYIRKQFPNEEFLYLKRVALGARLVELTVVTALNECSATKQYL
DLTTILPSNLSEEDIEEVFSTIMAQKHSNPSNFVYLDGIVFSQPYLAQLVQPCQALAESQAKAAIDGGVYQQYIVEKTLA
QKGNVSTQELEDEGKVDKRDERRKKASSGKAGGGAQGRETKTKSTKKHQRGKAAAQFDSDDEDDAQQGSRGGGGASKKAV
KPLELVKTADIVKLITASLEEEGLEHLSKSIASLYTNQFNQTALARAQELFEATPQTNRRQTHAAIQDRINTLLIDIRLY
EKGLKLFPQDTQTQLVKYLLKSLGNEICNELSLYVASECNLTVKNTNLNVDQRNKLAQECEAQYRAALLEQNKALNKSID
DFELATETVLKTCSMIIKKVDKKKDRLLIADHKKKLQKQLLECNEPALLLHLAALILFTTITGSILHASGKFVSAILQHI
RGSLNEDQNALLLRYHDLVLQVLQAIPDSNESKLANEHLQTMQNQVVELAQNFSRASISKAD                  
>Cele_C06G3_9_1                                                                 
MTSWADIQKLASDLQRVQLSQSSKKLSEVNCIEVLQKLIASHRIDVVYTRDGHSYVTKNHLETEIKNECIAAGGRASLTD
IAVALNIDFDHIEKTSRLIVSTDDEFTISNAEIFATEYVHRLRNELRTLLDEQGNQTTAALCKHWNLSSELLQSLLIEKL
GSSDFQGVVDGDTIYTSSFLNARQLVLRAILIALTKITPISTIQKRVGLTPKRFWIAFENLQSLGEIPGTLIGSRTSPSC
SYRPMMYDHLVKSCVLNQYRQNEFLEISTLKTLGVDAKPALEEVLGSSEFKKLVSMRSMFMTKELMDQCINAVQEDLQKS
GISDVHLALQSLNLPLDTADEDEIGSKVANVEKDSHFAEGFVFKGAVLTEALRSIDKLLDVRAHEEVDRLEAEKKKQGGA
KAAVKVQEETDDWGDGKKGGKGGKKNAKSVKGGSKSSAPSTSSNLSANISINSEELEIWLRESQSVPEEILSVIVEKLNQ
ETTTLLRKKVQDIQAHQLVASVANSKKSLSAIGDKCRQLYDSFNTFETATSTFADPLGSDLRQYLLKTVGNEIALALLSY
VMGVDNAHQLKEKQREETIENLPEMLRDPIRSVFASLKSTDDDALDKFHDAVYNCSAPSATSLALKKVDKKGRAEVGAKI
TAELHEQLCSQTEPATTLLLSVLYILAKAGRPTTASGKFVSQLVAQIKDLCPENVFDLLQACQKGVVTCIKNKGDEVAKE
MLVNDISSLKQSIMP                                                                 
>Ctel_148455                                                                    
MADWEEIKRLAADFQRAQLSTSVQRLLSERNCIEIVQHLQKLNLINVVYTIDGREYLTPHELHKEILEELAVHGGKINVV
ELQQLLNVDLHHIETVVTQIVKSQQNLNLVLGQLIDKSYLDNLAESINDQLQKNGQLFISELTKAYDLPSDFLSDAIFAR
LGKIIKGQVDAQDRNIIFTRAFVARRQAKIRGALSALTKPVTLMSIMNSLNIQENMFFGILDELIKSKRLAGTIVGGHHE
RSQYVPDIYTRSQNEYVDCFYKQNGYLEYDALSRLGITDCKSYIQKRLKGEPLLMLSSCCIGKAIRESIEAEVDEALSTA
SWVDIVHLLPSICDDADAAKLLSTIMKTKNNAHVLCETIAVSESFISSSKQPFDSLLSSKAKHVAVSDPAAFNPATSTKK
EDAMEERKEQRRKKAAGGGKGGGGTQGREGKTKSTKKKGGRGRDQDEDDDDEASAPKGKVVDMEFMSIELLADELKKVDK
FSECPDSMLEEISAKLYRPLNKEFTEMAKSIFLESQGSGTSAARKKTHSQLSDKIVGLWTNAKLFEKGLKLFPDEAQVAL
SKHLLHTVCSDIANLMLNSVAMDNMISVQDESSITAAIRQKLLNRLPDSKTKDYLTKLNLSLTGKAESLEDFFEQMEVLC
GSEHLEIALKKVDKKKERQLSFGHRQALAEQLRAEGDLALGLHLACVILLQVFTGAMVHAPGRCVPHLVALLKKHVTEEQ
HALLIRAQEAVIKQMKQSEGSVEKEEVKVEAKEEVKEEAKEEGEEEAKEEGEGEEVVGQQEDLLPIIKDLALNARKSNNN
QD*                                                                             
>Lgig_229220                                                                    
MADLEAVRREFQEVQLSAAKQKLSERNVVEIVAKLIELNYIDVVYTCDGKEYLTHDEINKEIKEELQVHGGRINLVELQE
ILNVDLSVIEGQVGKIIKQGTFSLVLGQLIDKTYQNQLAEEVNDKLQEQGYIKIADIVRQYDLPFEFVSKVLISRIGSTI
KGRVDKFDRDVIFTEAYVRRMKAKIRGALSAVTSPFTVTAIQNHLGLQENLFTSILEDLIKSSRLCGNLMGNIYTPDIYV
KSQNDWVDTFYQQNGYLEYAPLHRLGITEVKEYIKQRFHQEDIVYLSSSCAGKGLQDLVEASVDETLSQDTWLDISTILP
SVFTTNDAQQLLTAYLKNHNGAIICGKTIIASEKIITQCHEIFKDRVIKKAKKDALADPKKFAPDEGKGRSSKDDDFVDM
KEERREQRRKKAAAGSGSTKSGGGTQGREIKTKSTKKKGGRGRDNDRGGDSDDDNNKPSQVEVIEFLSIEELSEIIRDQP
FLRDCPEKLIKEIATQLYRPLNKEYLEVVKSTLSEIVGTTSSVDRKKTHNVLQEKILGLWTNVKLFEKGLKNFKDDTQTQ
LSKHLLNTVCNDMCNIIVNAVAGDHQMSVQDESTLTNEERLKLIMKLPSKDQVPLTKLHQAVRGKSLDEFFNQFENLCGP
EHLGLMLKKPDKKKERQLTFSHRQSLAAQLKDENDPAMTLHLASVILFYTFTQTILDTPGRLVPQIVQFLSTYLDTEKQT
ILTDFQELVIKSAKLKSSEEEIEDLDSIEKEMKDLLPQVKEIALTTRKSAGGNED*                        
>Nvec_XP_001634100                                                              
MADWDEIKKLAADFHRVQLTSTAHKLSERNCIEIVQKLINTGLLEVIYTTDGKEYLTPQQLEREIKDELFVHGGRFFLLN
LVDLQQIINVDLSHVDNKVSEILRHDKSLVLIQGDLIDKDYLDRMAEEINETLQEAGQVFIAELSKTFSLPTDFMLEVVE
SRLDIQIMGKLDQMDRNVLYTHAFIARQTARMRGVLSAITRPTQFSNIISKYGFQEKLFYSVIGDLLSSKRIMGSTQGRQ
DKISFVPDVYTQAQNNWVDDFFKQNGYVEYDALTRLGITDGKQFLKRRYHGNEIFLPTCCVGERVLDQADAAIDDALSSG
TWVDIMPHLPTPFTPDDAEQLLQHCLKTPGRSTAHVYCSSIVASDKFVEACKAPFETRMHAKAKKDAAESPALFAELSKK
DLASLKGGGGGADRREARKEDRRKTASSGGKGGGSVGGRGGRETKTKKVKKKDFRNRNDEDDTNEADSRSNPDELQFMTT
EEIAEVLRKDRPDIDDDFLEELAQEMHRPLTRAYQQVARAVLQSSGDKKRKSHAEIQEKVNALWANAKLFDKSINLFPED
VQVHLSRHLLRTVCTDITNLMVNMLAADHMLAVTDETTITPETRLKIIKKMPEEIKAPLTKLNSSLTAKETEEFFAQFDL



VAGQGLCELMIKKLDKKKERQISIERRAALQEQLRHEDEPAMTLHLAVSLLFQHFTSSLLHAPGRCVPQIVALLAEHVTP
EQHEILLRCQSLVVKQLTRSGSDEVEEEAGDEHENEAGVEKSTAVLLEEGMREIKKMVLELKKDNSKNES          
>Adig_10811v107606                                                              
MLIGVDFSHVEKKVIEMVKHSSSLKLIQGDLIDKNYLDQVAEDINDFLQESGQISIAELSKKFTFPTDFLLEIIESHLGT
VIHGQLDMLDRGVLFTESFVAQQTACIRGVFSAITKPTTLSSLIAEYGFHEKLLYGDAARLLQDIFKSSVHSLAHVFCES
IAVSDRFLQNCKDPFQQLMQDKAKTDSLTAPALFSELKMKDLAAMGVXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX
XXXXXXXXXXSKTQKVRDKKKDRSTKDEGLDDESKSKQNQSELPFMSVEEISEELQKEMSKLFRRLNRRNRQLSLQTADP
VLPGSCQVSFSLHWRQTAKEPLGSAEQLSLERRCALQEQLRQENDPAMALHLVSAVLFQHHTGCMLHAPGRCVPQIISFL
EDKLSPEHYASLNQYVTLVIKQLSGSEDHESTEGQEGKSVTDQLEEGLDNIKKLALELKKAKDTDS*             
>Adig_22370v117572                                                              
MKVNEGERDKAPAVSQLVEHRVVMREVLIGVDFSHVEKKVIEMVKHSSTLKLIQGDLIDKNYLDQVAEDINDFLQESGQI
SIAELSKKFTFPTDFLLEIIESHLGTVIHGQLDMLDRGVLFTESFVAQQTACIRGVFSAITKYVYQHT            
>Hmag_XP_002160620                                                              
MSASDWEEIKRLAADFQRAQLCESLHKLSERNCIEIVNKLIKLKLLDVIYTIDGKEYLTPQQVEKEIRDELSVHGGRINL
VDLQQILNIDLSHIECRVNDLVRGDRHFILIQGQLLDKDYLDRVAEEINETLQEAGQVAIADIATSFNLSADFLLSVIET
KLGTIIRGSLDPINRDVLFTSAFIARNIAKIRGIFSAVTRPVHVIQLIAQYGLPEKFFYSVLETLMNTHRLCGSIQGYHE
KAIFTPDIYSKTQTNYIDSFFNQNGYIEYNTLVKLGINDGQQFMKKRFSGNILLLSSCCVNHHIIDQVDAAIQDSLLNKS
FIDIKXXXXXXXXDERNKKANSGSGQKGGGGRGARESSTKKTKNKYRERLKGNEKENDENEEFADSKKISTSSQLVNFFS
VEQIEEVLKSELKDCEDNEFVHEIASYLFRPLTREYQNVVKDVFVSTAGSVSLTKKNSHQDYQEKVNGLLANMKLFEKGL
NLFEGETRILLIKHLLKTIGTDIVNVICELVASEHLMSLSENEVFTQDTRLKLLNKLSGDWKEVMTKLNSSLGGKDLEDF
FIQLDRATDINHCDLAIKKMDKKKERQILFNHRQSLIDQLDNETDPAMGLHLACVLLFQYQTGMLLHAPGRCVPQLIAYL
EKRISDSDHKILHEYQQLVIKHLVFKNKTPESECLDSTDSQDNSSKCLSEGIILIKQMVKNFKKTHQEDL          
>Tadh_XP_002112924                                                              
MSDWNEIQRLAADFQRIQLTASAHQLSERNCIEIITKLIAMNKVQVMYTIDGKEYLTPQQLEREIRDELFVHSGRINLVE
LQQVINVDLTHIDSKVKEMLRGDRSLYLIQGDLIDRDYIDRLAEEINDILQESGQISVSELGKTFNLPTDFLQTNIEKRM
GIYIHGQVNPLERGTIYTEAYVARHAAKIRGVFSAITRPTSVSSIIYQYSFPEALLHDILRKLLDEKRLAGSVQGHQSKA
IYTPNIYSRTQSNWVLSFFRQNDYIEYDSLTRLDITDPKNYLKKCLNKNVIFLESCVSGQNILGQVQAAIEDVVATPSWV
DIMTLLPSPFTTGDASVLLQKHCLKSNKNNTSVQCLCDKFVVSNKFIQNCLQLFDDHMKTKAEKVYFHLLFIDAGKVAAK
FASTSSTNPNHSTLTKHDDSNVTGGKKKKGDDSTSSKRKGKGKDRSTPDDLESTRSHIKQNKQDLEFMAIPEIIEVLQRE
HSNCEDQFLEEIASQLFSPLKRKYQEVAKSVFLASTSSVTSEKRKLHSDAQDKINGLLTNAKLFGKGLQHFSGDAHTTLG
KHLLHTLCTEITNIVFSLLISEHIMVDSDPNSLNPETRSSALEKFPNNVKKAASALEKSLSGKDVEQFFDALDVVLGPSI
CQIMIKKLDKKKERQIIFNHRQSLIEQLNKESKPAMCLHLCTLLLFQRHTQCMIHAPGRCIPQIISFLKQHLTDEQYKTI
YEYQQLIIQSIQQSSDKQKPEMSEEPKDSDNSNDNQNIDLQLQEKMTTIKAIALENKKQS                    
>Mlei_ML212011a                                                                 
MSAWAEVRQLQEELYNVQLEATKNKLSERNCVAVIQRLIGLGWLEVVFSCDGKEYITPKQLEKDILDELYVCGGRVAMTD
LAQTLNVDYSHVDKKVNELLSHDTKLSIHYGELISRQFFDNLAIEINETLQETGLLPLAQLSREVSLPVSTLAKELAPRV
GDLINGTYDKKTDTLFTTAFVERQAAKLRGACSAATRPVHLGKIMEIHGITASLGHSCVKDMIASGRLQGQLQGHSTNPV
FIPSLYISAQNQWADSFYKQNGYITLEMMQKKGIDNPQSVMSRLENSVVLSSVCVSDNSIASAQSIVEEAIVTDSYIELI
DWMFDWCNEADESKLLELVLANSKSEDYRILPSKSVVSVNLLNKLLNSFDSKIAEQVKSDAVNPKILASLKKFDSASVSV
SESKPAKKAKGGKKGKKGRAKDDDDLDYTAPKPVLGPTYLSTQQIEEELKSFRFFLDNEPKEETTIEEFSELLRKELDDK
YCKALDEEVRKKTLKSSKSQQKADEETINNLYNTVILCEKGLKVFEDSTTSAQIEKHLLKTLCLDLTKATFSKLAEEHNC
PFQGDNMKLDSIVAYLPKNAKQFATSIITLVTSGTSVQEFIDNYTELTDPQYTQLLVKKLDKKRERNMVFAQKQALLEQL
KNEQKSAELLNISCNLIFIKQHSTLLHVPGRCISSVVKLISKDFPGPQLEVINSSLSSVVAELKGEGEMSDEQKKTLRDL
VSEVLFGKQSQEEE                                                                  
>Ocar_g8408_t1                                                                  
MQGRMEKAIFVPEVYTRTQSDWISSFFKQNGYIEYDTLKRLGVAEPKQYCKRKLGSEALVLLPTCCLGKSLQDQVEASID
GALASESWIDVLPLLPSPCSVADTTEFVQLIIQRRGMATLHLFCDGCVVVSEQFLQKCFKIFDDIMAQKAEKAAISSVHK
STDAGAGDGKTASSALTKESGEKALTKKEQRKQKMASGPSSAAQGGKGGFSREKRIPKSKDRRKERAEVDEDSMLTSKKT
RFLSVSEIEEILSEKFEECSDDLIQDLSAYLVRPLSAKYEELMLSVFVTANVTRDEKGSAHKRKHGEYEEKLNGFYTNAR
LFRKGQDLFSDDAHVQLSKHLLRTLCTDMVNLCLATLTEEHLLLTVDPQTLSTEDRAKVLLKLPPSIKPTMVRLHNTLTK
STDEFFEALEIACKPEVCQFLIKKVDKKKERQLVFTHRQSLMDQLRRELEPAMALHLTAVILFIRHSHCLIHCPGRCVPF
VISFLEAKMSPSDFTVISDYQKLVMKQFQKGDDELKEGDETNISQTLSNDLESLKKLAISPEKEAV              
>Ocar_g8409_t1                                                                  
MSSGDWEEVLALQKDFARTQLSSTVHRLAERNVVEVVSKLVQMGLLEVIYTIDGREYLTPGQLDKEIRDEQFLHGGRINL
VDLHQIINVDLKHIEARVAELVRRDRHVIIVQGQLIDKDYLDHIAEEINEMLQGSGQVSIADLSKTFNLPAEILLEVH  
>Aque_XP_003386214                                                              
MSDWNEVRRLQAELERVQSASTAFRLSEVNCVEIVKKLTELKLISLLYTTDGKEFIVQEHLEKEIRNEIEANKGRIEVIE
LQQILNVDINHINRGVDNIVRYDESFERIPGEVITSSYKVALCTEINEMLLQNGFVSLSDLSSTFSLPLYFITKCVEDSL
STLINGQLDKSGSGLLYTESYVSRHRSRLRGLFSAMTQPTPIPALVTEGKYHERLFHSTLNELISSGDLSGSVHGRGMRA
IFIPAVYSQMQNQWVDRFLDDNGYLEYDALVRMGIESPQVYIKTRYKDRTGDLMMLKSCCIGQSVISEIEANVEDTVVSQ
SQWIDIMSVLPSPCTDEDGELLLQRLYSNEERFLISETILSHQDFVRNCLDIFKSLIEEKAAKAAATSGSFLRQVSQESK
KDGGAVGGGGGGKKGGKGKKGKANHSNDCIVLHIRPLQERFESEARSMLAQRAEGEAGSQRKRHSELQERLQQLWNRLRL



FEKGIEVFEGDTKVQLSKYLLHTICTDLTNQLLRYIAQDYKITVPEDEGAFNKERTKLVGKLPDAVRKLAQAVNSSLSEK
EVAVFVSSFEALCDTESCGVMLKKLDKKKEKQVIINHVEELKANLKDEQDPAMSLHLVTLLLFQAHTGCLLHVPGRLIPR
VISLLRSHMTSNDFAILDTYQSLVVLDLKKSTASQSEGEGDENEDKSKLEIDSNLFEEEAESIDQSKEKVSESSDDKGGV
PVGDAPAAGGSIREQLDLKMGQLKDLVFNLKK                                                
>Mbre_XP_001743247                                                              
MLAPPLPPAHVAPQSVLLPCSSIWIAIGGEDSVAVDNIAAEVNELLQEAGKQLTQRVGTIINGKLDRDGHAIHTDAYLNR
QNAILRGFFAALASPIALSAVRQRFQTEDVRLSDLVSEMIASGAVTGTLEGKGEKGRFVPALFQQAQQQYLESFFSANNY
IDVVDLPQAVAEQVQPRLQASFEQKVAEVVASHGDDQVDQRKLREELIGQYRLELVAKHINRTLGLDALHIIVKFMVRLD
LTPSSLLKLQLD                                                                    
>Cowc_CAOG_04387                                                                
MDEIRRLQEEFQRAQQSTSVSRLSERSVVEIVMKLTELSLIDVLFTADGKEYITPSHLQKEVRDELYVRGGRIALVELPH
LLNVDLTHIEARVQGIIAAEPHIQLVAGELIESRYLDGVAQEINEYLQAIGQITVADMCKRFNLPVELLQLEIERRLGSQ
IHGQLDAQDRGVVFTQAFVARQTAAIRGAFTGITRPTPVTQVLSAYKFPERIFYVVVARLVETKQLAGSLQGRNERAVYF
PDVFSRTQHHFAEQFFAQNNYIDHDTLKRIEISDPRTFCATQLSNAVPLVSVHVNQSVIDHVNNSIVELVETAAQSPKDA
FLDISPLIPAPCSVADATVILEKCSSLSENSDTLRVLADTFAVSKHFLEFCSGLLTKFLDGKAHHAPSILALAAPSTHVL
EGAEDDASAVPATIINTGKKAPAASAPSAKGKGKRGAAASSTAGKATGDAAAVSEPFDEAEVLIQLQLNLRHCEDALLEQ
VAHALMPSLLAQYHEFLKQVFIVKTAELEAQQQQQQQQQQQQQQHQHRHQQQQQQQSSSSVDTHTPSAGALGDFDSVLQF
TLQHIRLFEAGIRYFDAAAAGILSKHLLKTHCTELVNLITLRAAGKPFDAEAAAALTPEARAALAKSASPAAQTALKRLN
ETLNGSSVPAFLENIAEAAEACEYFIKKQDKRGSVRRQVAAEYLAVLEQRLRAADDPALVLHLAVVILFSHTAQALLHAP
GRAVPQIITWLGKHLQGMPDTAAASVAEASKKGDDTRGKKRDKKNADREEASSAAASGSDAAAAPPAGFRLSKDDYANVL
AYQKLVIDLIKSEGSSEGKTSAGIIRNDLMSGMQAIKELAPPSSQLEWSD*                             
>Mvib_comp14877_c1_seq1_fr4                                                     
TSFCLLKLEYMDDELRALQAQLASAQAATSSVRMSERNCIEIVAKLIAMKLLEVIYTVDGKEYLTPQQLEREIRDEVDAH
QGRINVTDLPQLLNVEFYHIEGKVGTVVKNDPRLQLVNGEIITTDYLDSMAMEVNELVQESGNISVADVCKRFQFATEFV
LPHLQSRMGTLIHGSLELSRLPMIVTEAYRAREQARMRGALCGVTRPTNTVSLATSLGFDADLLGAYALELTSSTHALLS
GTVQGRQGKGKYTPNVFMKTQTDWINSFYSQNALIGYDTLARLDIGEDPAGYTKKRFASALQLESCAVAPSLVARADAAV
EHAVETRTWCNVEPLLPPSLTPDDIRCLLTTHCPAFSSSACHILCDTYVVPKTFVETNMNIFEGSIKERVHHAAKAKTVT
VVGTASRNQSTSTDDSAAVASQSQSQSQSQSQSQQRRKQRGQQGDALVIGTVASDDDDDWGSTSRAKGKKGKKGGGQGTG
KSKGKGGGNSTSTTPAPTPDASTTFTLTEICSLVRAHLASAQSMSESDADEFSDEFLEALAALFERPLRAALDRAMHEVV
LSTAMQSESALKKARKETLERVPPLFESLVLFQKGIASVTAPDKIIGLLERHLLKTIGTDIATLLVRHAAVDAAIELPGT
FGDPLSAEQRLSAIQQMGHDFRKALDAVTDALTGKTCDAFVECLEEHDELFSISLRRPDKKKERQILFHQLQSLSEKVAH
EESPALLFHLVAVVLFQQHVGTMVNAPGSCVPALVEQLKGIVGAEAHTLLVEYQQAVVAG                    
>Sarc_SARC_04953                                                                
MLLAINTLLHANGCLTLKDLYEEYSLPLVYIQKMIEDDNGANVECILDITHGWSFMHTAQYTEQIAYRIKDALKDLTKPT
QLKLVFKQVDTIPAIFQSTLRQLVTSAAVEGSVKGPYDSSGMYIPTAFRDYQRSWTSEFFGQNGYLDFREMKAMLMDDPA
THTAALPGHVLGHVFVGLGILAKVDCACDEALSTQGFYDLMVRYG*                                  
>Cfra_g6276                                                                     
SHIRELVKILQERGFADVVLTRDGSEVVTHDRLLLEMKDALVHNNGRISLEDLNTQLQVSSDVIHNTAVEVMREVPTTHL
ISRVLVTRGYLDSLLVMINSRLQSVGYLTLREIYQEWNLPIDYLQKVHMNYAYDILIEDNAQSMECFFDTPNGHGWSYMY
TRMYMAEISNRIRESLCFATAPTTLKSILDLVPTAPVIFQDAFRSLLDSGAVAGSVKGGVSATGIYVPSVFVETQSKWVA
QSFSQNGYLGACCIY                                                                 
>Contig76800_Abeoforma_whisleri_fr5                                             
EKIVRKICDETYGKKLMYLLVSGEVLQSCLMEKYLQEVNDWLQLHRKVTILEIQERFSLPRDFLIKNIEDNLENIINGYF
LDSTTLITTTYEDEQREKILGIFTAIVGHPVALSSIASRHGFEMSKMTTYVQELISQDLIQGVLTGGTYIPTLFTIKQQE
WLSSFIDQ                                                                        
>Contig5072_Pirum_gemmata_fr2                                                   
KDFEERIEEKILEVLLPLSESVLLSDIQNEHDIKNVGFAAAVQNLIDKGKLSGSIKGIYDSATYIPEVVRLEQEKWLIDF
LRQNQYLEYSKAVTNGISLSVVKQKCENF                                                   
>Contig57415_Pirum_gemmata_fr2                                                  
KFCTSKYKITYIN*K*ILILNNNFT*L*NFASLKESFLFFAF*NSW*RRKK*AKLHWWR*IDMFVNFVPSL*P*IELKNS
KSTISN*QN***QIK*IDK*NAY*QQKTINNK**TINYKLYKQ*TILKLFLSFPFSGFFYYFQNCIIVSTMSTEQSSPTL
YNDSILQDVENQCNIEKITENQGENAFLTKSNLIDLITEMKKLGLFDDIISSISGEDYMTKDHLEKQIIEALLSTGRIKL
SCLSQQLKVDNKHVDKIITKIIKENSDGFHNVNGDIISRECIDGYLAESNSILQEKGDVCISDLSRRFDLPREFFLKMVQ
QNIDVIIHGSFLDQNTIVTKDFEE                                                        
>Apar_comp17119_c2_seq1_fr5                                                     
SVRSLGLSLGHNTLYIMDEIKWLEEQLQAVQLESTLQKLSESNVVEIVSKLRALGLVTVIHTQDGKEYLTPQQLEREVRD
GIYIHQGRVNVTTLQEEIGVDLRHVDDVVQRLVRSEPNLHLVTGDVIDDGYLDQMAEQINEDLQAKGHLTIAAICHKFNL
PVDFVLQVVGARLGTLIHGRHNSDDRGYLYTRAFLDGQRALVRGVLTGVTRPTP                          
>Contig5491_Corallo_2_fr1                                                       
VHMTQTYIK*RWRCVWGSSWTRSMDELKELQRQLRDLQTPGDPGVVKKDTAAQRQARPSQQYAFSDHVAVEIVVSALLNG
SIPSLEKLKRKAATVPDTALERLASGEGFITWARLRHDLYSMLGQRRRCTFNEAATTLDVDVSSVKAMIAAELAKPQSDR
IIDFLMSGDEIFAAEYLDRVASRINELLYRRGMLSFEDVCRSLVDVPVKIVRAVMESWRIGMLIKGQYNTSNRTLYTESF



MQRQEAMVTGSLRGTLMKTPIVDVLVEDPVLGKSLNRKQATDILLSMIRAQPTGNPQLFPSGDLVRHGGGQTVRLDFTPE
VYHNKVRDRKLANLKSNGYMAVDDLGDINKDLLPHGRVLGGALYVMDVRLDSFCRNIGDRLERSGAVAVRYALQTDESVL
SPAFGTEVIGRVDILEALMIVLRDRRLIKEGILELPGPVLVKDSLVLSLVEPIQASAKSFFEVEMQSHKGKRKAKKGQSP
TYVSPNGMLDAGLRKHLTQDLVNAGIDQAVLSAILSQPIDASSQVTGSSRKKSKTAAKRDFTVKEEIENGSMARLLNSIL
SIRDEILDQTSVVNRIQGLLVAQSWHALLCLSETLALLAMADSLVASLLPKDQKDLRKFQVACGEYMQTVTVPEVNALMH
CVASLLYAVPDADAVEKFLSTDLGPLVEPDATPSDENMLRQFGVGLLPQIRQSSLYAQAAEDPEHRRVLRSYVPNDAIAQ
ALETLEIAALSVARNAVDASFSTTSTVVAQATRVEETAQTLMQESYAQSFAGWKRHYAEVRGLESTVDSAGDIAVHGQLL
MGQWLTNFATASRAAAGYSVQDATYCLHLGICMAFYQCSQPQLVHIGGGKALSAALKALKVIKSDATSVEDDVLVGLQQL
QTFIKDAIKSGQGEVRDTGLQPLLKHLFRVYEQRHVSSASWSP*AKPELIESLFHK                        
>Mver_MVEG_05430                                                                
MTSSIWTSIFGTGISQEDLKGPASLSEDACNDLVHSLVRLGYLGDIATSLDGKTFITQEQLTKDITSLLEKRNGRVSILD
LPRALNANSDDIQARIVDLMKTNPGRYVQAQDELLKMEYLDEMVSQLNDELTKRGFWTVADQCRKYKFSLEFMKQLLRDK
VGTVIKGQWDTADRGAVYTSWFIENEKSALSTVLQKLKEPTPLHALQARHVVQDQFFYALCEALSKDQDVPGVFMGMNDQ
GVFVPRPYKEQQAEMIEIFFRNNGFIEYTTIKKHGVTDPRAYLQTNHPSALLLDTHAVKESIWSIVDASVEDSISNLSWI
DIKPLVPTPLTREDLSSLLRQLPSLKEPSRIAVSPEQDHSLTGLGGVAPQETTVVQDSILVTAGQFQKCLLNMGPLLDRK
AKALVSWRLSFGGNARIEGEEDLEEMHVLGHVGGKTTSPALARANSKFAATVAKQQKKKFQDFLTIQDVKDEIRNLEPDF
ESVLVNAVAGTLYKDLLLNLRDRNRSVVLNQAEDEDEASDTEADVDSKEPARESNIGLIQLAAKGLSDKIRLASKGIDLF
EDVIVRNSLSKYLLQSWCVEMLDILLLSCSLVETTTLSSPSDTATQARDRIRKSFHDCEQGSITSEVTQGPFIITAEDQQ
HLLTFVAADAVTSLQKLRKIVGGSCKYKSLVEFQTISQPFVDALPKTAVLGRDESQLLAGHLTELNHNLSGIKPQTGDAL
MLHIVTLIIFQSWTGNMLHASGKFVPRILRQLRVIVDKSSSSGSDIRLEQLDLLDKMLITVLAAAKQELDPLEGTSQPCQ
DVYNLGMELSAPQA*                                                                 
>Pbla_Phybl2_179417                                                             
MVNSVLLTSTLFKKLIDQGIQRGYLNDFLPTLDGESYLTKQHIQLSIQNHVMKHGRASIAELADLLNLEQSCIIQALNDI
NEFIKVDDLVFTSKYIDGFINQIKDRVDQTGWVSVLAQAQSISLPYAFLQTILDEKLLCNEDYIKYSTLPDLILSEEYYN
KSIETIKGALEEASDKPIHIVMVDGLAKENVLKGHFRGRRERAVFEPTVYRDRQVELIFSLLEAAGYIEYETVVRHYPYM
NPTDLLKKNYPNILLLDGCAATEDLVKKLEAKIQETYDTSTWLDASAWAPFVFTPADATGLLEHTMTRLTHLTSPTTSRR
SLGSLADPENRLIVLESRFVTSTRYLEELIKSSTDFLNKRALSEIQQQKKTHSSKGKKHRADDKGLVLTEQEICKYLIEE
CGLEKSFARSVSTTLRRPMTDAFQRAIQTVYLPSSNNGSGTLLSPESQWIEALKKRQQTLLSTLHQTIVYTTQAIQIFKD
ESGNKSLEKYVVRVLCLEWLYNFLVLQTLSEAYDIAGVEDAVGVSEKDLENQKKISEDHQKMAIQRMLEVHSSDVQLKDL
HQAALAGKKPDLFLSYFESSPPNFFKPLTENVKKQAWKDMVNSLGRLLNTCSLSESTGPSILHITSLICFEYIYHNTPFS
VSGKYVPLIIRHCTPQLEAKDQSKEAKLLNDAHAMIMAHVKSKQPVDLDLLAKVKKQGQQWVSKLQDI*           
>Mcir_Mucci2_112731                                                             
MTAIPANLFVQFIQQGLEKGLINDITKTLDGEYYCNDQYIEKRISALVEQNGKCKIDVERLAEHLCIEQHNVKRVIQHMP
ADNTWTVCDDLILTQECVDGIKKDLELKIDASGSLSIIAQTQQMKLPYSLLKSILDDTVIADGRYSRYAQIPDVIFTSTY
IDGCKKKIVDALKSYEEPFPMFKLQKSQNIQEDLFYLLLEQIVKDASFDLGSLRGKRSRAIFEPSSFKERQLSLIKSIFE
SNDCISYNSIENLYTFSSPADLIADSYDKDSFLSLNSCFIKTTVKDKTKSTLEGISEYCDVNDLLPAILTFEDVNKVIDT
ILSEMSSANSTTKLIDLDGGYVVNAAYVQRLIAESDNYLRNLSRTLKQKLSKNYASNSINLGDNDIIKAFECLECPRNIA
ERLLPFSRNAMLTQFSDILQTPYIETEAITSGDAWILEQKTRALKKLESLRQSIYFNDQAKKLFQDAAAQKSLEKYILKN
QCTEFLFHLVIYLVLDQSYNKAEVSQSTSLCIKLEDIENQSIVDAKQQKCVISYFIRENDHKYDNTYVVEIEEMLKKKKL
DQFIATILIKDKQHMFGSQLPLTSEQIKKSANEITNKQLYHQLQQLPVSTQTVPQMLHLVSLLIFQKVFQLPLYVTGKFV
PVILDEIRPHLSSNEQELLNTVHLSIINDQRQEHLEDYERLHSLGMKYKLI*                            
>Amac_AMAG_05809                                                                
MANTVSAATFDALLGLLVDRGELPPVYHTFTGDLVTLAHLCSTLRDKIAADGFLPTTHLEQILGVNQRTGEHVVETVVGE
SQGDLEIVQAFLLSRKGRDQLRASAVDFILQAEITAGDAVALALRVTTNLVYELLFSANPSDQVFRDKYESRVFYSASFR
ERLRNLLAEGLQTDRPISIAHILKGTECPPGLREELLHDILHPAASIHSPTAPIRGKLRGDIFTPDAYIAAQAAHLASQL
SSIGVLPLSDIASMRPPPSGLHLATVFIASTHIDRLRDAVLAMTDAADPARPIANVVDMAALDVTGTVAAALGDAHDAAA
FLQAMFPPQKRTTRGEDPVVVAGTVVARRARLVNACLAECDAALVAPLLKPTAVAAVTATGAVPTSREVSREAVAHRLLW
VPADLRDAVVSDILPELRRRVDAARSLRMDPQRALLHWVSRFHVYCDGLDQLAGWGLPSSTVKTLGRHLLKTVGPNVAEA
LLAFVDDAQLTTIRDMMNQIIQSKSVAMFRKTIRTIAQHCKVDLPVTEEEDAELTAMLDEAKTNPLADPLVVELASQHGI
MVLVDPAVHGEAIRRVLEKRQTASS*                                                      
>Amac_AMAG_12226                                                                
MANTVSAATFDALLGLLVDRGELPPVYHTFSGDLVTLAHLCSTLRDKIAADGFVPTTHLEQILGVNQRTGEQVVETVVGE
SQGDQEVVQTFLLSRKGRDQLRTSAIDFVQQAEITAGDAVALALRVTTKLVYELLFAANPSDQVFRDKYESRVLYSASFR
ERLRALLAQGLQIDRPISIAHILKGTDCPPGLREELLHDLLHPSTSTPSPTAPIRGKLQSDIFTPDAYVAAQAAHLASQL
TSIGVLPLADIATMRPPPTGLRLATVFVASTHIDRLRDAVLAMADAADPARPIANVVEMAALDVTARSGRPARPERIRCG
AGTVVARPARLVNACLAECDAVLVAPQLKPSAVAAVTATGAAPTPREVSKEAVAHRLLWVPSDLHDVVVPEILPELRRRV
DAARALCMDPQRALLHWVGRFHVYCDGLDQLAGWGLPSSTVKSLGRHLLKTVGPNVAESLLAFVDDAQLMTIRDMMNQII
KSKLTVDVHFAQSVAMFRKTIRTIAQHCKVDLPVTEEEDAVLTAMLDETKTNPLADPLVVELASQYGIMVLLDPAVHGEA
IRRVLEKRQTASS*                                                                  
>Ttra_AMSG_04610                                                                
MATELAQLQAQLQSTFAAPSAVRITQSNAVELVQRLKELQLVDVLFTRDGSAFVTPQHLEDEVADEVALAGRVRIAEVAD
TLLVEYVEVEAAVRRRLARNPTALVLVGDEILHPPYLEELMSEVLDEAIAHGVLPLATAVVRVALPSSFLRQQLEALVSR



DSRLVLLDAALYSQVFLDRIMARVRGRLRAALLPTRLNVVLAASGAEGHAERIEALVAREAGSGKLDGTLAGSGVAATWV
PDVYTQARVDAVERQLEVNSVVLYSVLAECGFDGGAAFAHARWGESGVALESVFVASSHLDVVDAIAGAALAPDGPGFVS
LRSALHPDIGPDDTALVLERGLLPCLGGDVQVLDERGAAVAIAGRLMEVLRAAVSDAVETALEAGAYESVFLALVQLEEG
KAGARSKRGRSDHASAAAKGLVAELTLPVDAVEAAVSTASPELGREAECLDAVTAALVGESKAMIAGALRSALERRSVLR
AAAPEFSGGSSEPSPEQAMVSEVAGELEVYAAGVRYVAELASGASTSPGVAHALEAHVLKTVALPLVDALVASALAATGS
ELPQPVTASKRKKAIKTLTEPPRDTLLALVKAGTPGKAAKSPEAQAALEAHPAGERIDKFLAALMAAAPVLDLALEAGSC
AEPSAQDGRRQAHMAVVADALGAATDPADALQLVLVYLFASDHHALVNVAGRDVGRMVSLYTSVADSAEQLARAELLTSL
YDVTYEWLIGRRADAALGARAVELVRDMGLLLGVTAER*                                         
>Ddis_XP_638953                                                                 
MEELEILRKKLYSIQRQDNTQKLSERNCIEIIVKMIDLKMIDIIHSLDGKEYITPKQLENEIKDEILKCGGRVVVCDLQS
ILSIDIIHIEEALEKLKKRDKSIQIYQGEIMTRYYLDSILQEIQEQLQEVGKLHINDLSNRFSIGVDFLINLIEQNLKKF
NRSLNNSTNNNNNNNNILLKNIIFDNQEVLYTQSHINRHYHKVIGLFSSITQPILINNVIKQHQNHYQLNERLVRQQLQE
LIENKRINGFIQGKASNAEFIPTIFSQSRLKWIDSFYHQNQFITFDSVSKLQINEPQSFLKNTFTDGLLLHSCFIHKSLI
DKIDDNIIEIIENSNWLDLIPLLPPLTDKDISMIVSNCPNMKTNNAILLGNSFIISKSFVDRCFTLLQKTIQERMEKQQL
ILENIASSNIKKQQQSKSEIIDQKIETTTTTTTTTQPSKKKDNLINSDDDDNQDNNKKSSKGKNKKSKQQQSSIQKLIND
SEDDYKVYNKKQENNNNNKKVDHLKEINQLLSKWYENMEEELVESLSQYLRPLVNQSWESMVKEAKEKLENETQKQRKQQ
LQQLNSQFFSLYNSFLLFRKGLQSLNDADDDNGKTIIALEKHLLKTVGINITNLLIEINANYHMLDKTTFETPSERSLIL
SQFPPQLSKSFEKLIQSLNKSTLNDFIDSLENVCSQSQIKLKSLDKKLEKQLLIENQNELEEQFLNEIDVGNQFQIIVNL
MYIRYKNNYIFSPPRLIGKLVSTLVMDTSIDKEIITRLTKLHQEIVKLITNNKLSNQDNDNDSTELNDHIKFFKDLILN 
>Ppal_EFA84337_1                                                                
MDELELLRQRLVSVQKEQTSQKLSERNCIEIISKMIELKMIDMINTSGGKEFVTPKQLENEIRDEILASGGRVVVSDLQP
LLKVDLTYIQEKVNYIVSRDRSMQLYYGEILTRYYLDSVVEEIHETLQEVGRLDINDLSQRFNLNVEILSDAINLRLGKL
IQGVFDSDILYTQAHVNRHKSKVCGLFTSVTKPTNISSLCKQYQMNERLFHSQLAELIQSKRINGQIQGKASQAEFIPTI
FSQSRSKWIDSFFTQNSYIQYSTLTQLQIPDPTSYLKNTYKNGVALSSCFVSGYIIENVDSFITEIIANSGWMDVSTLVP
SSLGNKDVAMVIDSCPAMKDKNNRQAIVLNDFFIVSQSFVDRCFVLLEKMIQTKVEKQAIIQESIATSSGTTATSQSQSK
LSDSTDSTSSKSSGKQSGGGGGKKSKQQQIEDERPTKQKGGKKGGSKKGGKRTNDDSDDEDDFTSSKQQQQSKKKTSQTP
KVDHLSDIIQILTKSFENMEEELIQALAQYLRPKVNQIWETLVKEAKEKLETETIKSRKGQQQELANAFNTLYQNALLFK
KGLEDLDPASTVLHKHLLKTVCTNLANLVVEINGSYHMVENCNCDTPAQRSAVISQLPTAIAKNLEKLIKCLTKDTVNDF
MDTLESVCEQSQIHLKSLDKKSEKNLLESHQKELYEQLQNDQDIGNQFQAIVLLLYIKYKKHLVHISPRSIGTLVQTLSQ
QELIPDQQLLKTLTEAQQDVVNFIINKSEKKEDEESLTKKLDILKNALHVPTSTTTTSS                     
>Acas_g7809                                                                     
MDEILALQEELRKLQEQSSIHRLSERNCVELIMRLVKLGKLTVYFTQDGKEYVTPEQLESEIRDELMQHGGKVGVLNLPT
LLNIDLNHIEARLAEMLKRDKRLQIMNGEVMTKYYLDGVAQEINEALAESGQIILTELAPRFSLTTDFVVQIVQERLGRT
IKGQLEQGVLYTHLFIDRCKAQMRAAFSAITRPTPISQIVSTYSFNERLFYGTYVPHIYSYTRKKWIESFLSQNGFIEYN
KLSKINIPEPRKYLLVNFPEGLPLETCFVASSVIQQVDASVSDALANNAWLDPLVEFQLSAKDAMVLLKSCPSFIAASQE
KKESPVILDDHYLVSRGLLERCVASLKDKVTTETPKKAPLIIQALGKHIPASKPAAADEEEETKGKGRGGKGGKGGKAAA
SGGGGKGGRGGNQKGKRRGKGRDDDEDEEEEEEKVVERPSARGRNAAAAAASAKSRAAGGVQQEVLTEAEVRACLKQWYE
EAEADFLDVIYQQIRPIVRELNKAAVESIQQNASSGKKKDHKALEQQFSVLYQNIQLFLRSAEEVTDSAVSEALRRHLLA
TLCTEATNLLVYMMALHHGVSMEAEKITTANERKEVIAQLPLTAATPLAALGDSLRGSGVEEFLKQLESLSEEAQLHLKP
LDKKKQRLLTHTHKLDFLEQLKEVTEPPLAFHLAAVVLYAQVFNLALHIPGMRGQCLCQPGWGTANCSVKLDHTPCFGVD
CGFYGECDTASAEAGGRKCKCMAGYTGELCTVPPADSPCRGVECGPHGICKGGVCECSAGFKGCACDVAPNCSFVADADY
AGFDLPASSGGGGVASSSAQECCAKCRQAKGCQGFTQSGGRCYLKSSTDQGTSSAPGQTAGSLPNTVTLAPESCLGTYGG
AAGLVSPLGQLLAQLGL                                                               
>Atha_AT3G46220                                                                 
MDDELLELQRQFEFAQQVKSSVRLSDRNVVELVQKLQELGVIDFDLLHTVTGKEYITQEQLRNEITREISKLGRVSVIDL
ADTIGVDLYHVEKQAQDVVLNDPGLMLVQGEIISQSYWDSIAEEINERLQECSQIAVAELAGQLQVGSELVQSVLEPRLG
TLVKARLEGGQLYTPAYVERVTAMVRGASRGIFVPSNLSALWAPLQQLVQETNGASGVAVENSFFQSIFNRLLKEEEMLG
SLRAGTHWTPSAFATAQKECVDSSFSQNSYISYESMQKLGISQAVQFLQSRYPDGTPLAAVFIHSSMIEMLDSATEDAIE
QNSWIDSLSVLPSSFTSQDANKMLLLCPSVQSALKAEKALILGESYVLSSGFIKGIYDQIEKEADAFSIQASTATLIHPS
SKSSESTESIPANTDKGSKKKKGKSASTKAATVETVPDDEEDARPKSKRNQKKGRDSSSSQKLDSKAGGKKESVKAQESN
NIIPPDEWVMKKIVDSVPEFEDDGTSENFFLCTENPDSILKHLADHMKPMLINSLKERRKKIFTENADRMRRLIDDLQKK
LDESFLNMQLYEKALDLFEDDQSTAVVLHRHLLRTTAATIADTLLHGLDIHNKMKNGTEVEESKTQDLVLLDSSERTALA
KNLNGSLSKKALALVEALEGKRVDTFMVTFRDLAEESGLVLKKLDKKLERTLLHSYRKDLISQVSTESDPIALLAKVVSL
LFIKIHNKALQAPGRAIAAAISHLKEKLDESAYKTLTDYQTATVTLLALMSASSGEEHDCSADRILTKRELLESQMPLLR
TLVLGDSQPQQS*                                                                   
>Mgut_mgv1a001428m                                                              
MDEELLELQRQFESAQQAKSSIRLSERNVVELVQKLQQLQIIDFDLLYTTSGKEYITPEQLRSEIVSEINKRGRASLIDL
ADTTGLDLYHVEKQSQHVVSNDSSLMLINGEIISNSYWDTVSEEINERLQECSQISLAEIAAQLQVGSELLVSVLEPRLG
TLVKGRLEGGQLYTPAYVARVSAMVRGAARGIAVPMNLSAWWSSLQILLQDMDGFSGVAVESSFFQSLFNGLVKGGEILG
SLRAGVHWTPSVFAVAQKECVDSFFSQNSFISYDTLHKLGIPQPIQFLQSRYPEGKPLVTVFAHASMIEMLDSAVEDAVE
RGTWIDSLTILPISFGSQDASKILSLCPSVEKALKSSKAHLLGESYIFSDTFVKGLFDSIEKELENLNTTGLTAAGSSDI
PHVIKDSKQGHDDSSSQADLDEYDTQSGTGKSASEKGSKKKKGKATGSAKAGTDESVPEFQESTATKSKKKQKKGKVIPS



AQVSDSKPGAKRDTDRMETPSFLSEESLIQRIMSLIPDLEEQGMDDPETVLAPLATHLRPMLLNSWMERRKVAFTDNAQK
MRRVLDNIQRKLDEALLNIQLYEKALDLFEDDPSTAALLHKHLLRTAATPIVEHLLVNLDMYNKLKNGIQLEELQNPETV
SMSSSDRIALAKGLPRSLSLKAVGLVETLEGKRIELFINAVRELAEESGLMLKKLDKKLERTLLHSYRKDLTSQVSAETD
PVALLPKVVSLLYVQIHGKALQAPGRAISVAISKLKDKLDDIAFKTLTDYQSAAVGLLSLISAGTGDEEDCTSDRILSKR
ELLEASMPALKSLVLGGNSQF*                                                          
>Acoe_010_00661                                                                 
MDAELLELQRQFELAQQAKSSIRLSDRNVVELVQKLQQLQIIDYDLLHTITGKEYITPDQLRHEMVTEINKTGRVSLIDL
SDVIGVDLYHIEKQAQYIVADDSGLMFNQGEIIAQSYWDSVAEEINERLQECSQIALAELAAQLHIGSELISSVLETRLG
TIVKGRLEGGQLYTPAYVARVNAMVRGATRAVTVPTNLSIVWNSLQQLLQDVDGANGIAVESTFFQSLFNGLVKEGEILG
SVRAGIHWTPSIFAHAQRESVDSFFSQNSYISYQALQKLAIPQPKQYLQSRYPEGIPLDTVFVHSSMIEMLDSAAEDAIE
QNSWIDSLSVLPAFFGTQDASKLLSLCPSIQKALKSSNALILGDSCVFSNAFVKDVFEHIDKEMAKTSGQGLNDNLHIVD
EAKGRNDPDKFVESNEVGLETGGNKSALEKGSKKKRGKPTGNTKTGGAESGTGNNDQEPTKAKKTQRKSKDQLSDTKVGA
KKDFDKAKVDNLNVYSEELIMEKILILVPDLEGLGGMDDAHSVVRLLATHLRPMLVTSLRERRKALLNENAERMRRLLDN
LQKKVDEAFLNMQLNEKALDLFEDDPSASVILHKHLLRTAATPIVDMLLINLDIHNKLKNGIEVEESDSPESASLSSGDR
LSLAKGLTGPLSVKAVAVVETLEGKRVENFMAALTSIAEESGLLIKKLDKKLERTLLHSYRKELTSQISSETDPVALLPK
VVSLLYLQVHNKALQAPGRSISVAVSRLKGKMEDAAFKILIDYHTATVALLALLSNATDDEEDCTTDRIMSKREFLESLV
PNLKGLVMGATQSMDAELLELQRQFELAQQAKSSIRLSDRNVVELVQKLQQLQIIDYDLLHTITGKEYITPDQLRHEMVT
EINKTGRVSLIDLSDVIGVDLYHIEKQAQYIVADDSGLMFNQGEIIAQSYWDSVAEEINERLQECSQIALAELAAQLHIG
SELISSVLETRLGTIVKGRLEGGQLYTPAYVARVNAMVRGATRAVTVPTNLSIVWNSLQQLLQDVDGANGIAVESTFFQS
LFNGLVKEGEILGSVRAGIHWTPSIFAHAQRESVDSFFSQNSYISYQALQKLAIPQPKQYLQSRYPEGIPLDTVFVHSSM
IEMLDSAAEDAIEQNSWIDSLSVLPAFFGTQDASKLLSLCPSIQKALKSSNALILGDSCVFSNAFVKDVFEHIDKEMAKT
SGQGLNDNLHIVDEAKGRNDPDKFVESNEVGLETGGNKSALEKGSKKKRGKPTGNTKTGGAESGTGNNDQEPTKAKKTQR
KSKDQLSDTKVGAKKDFDKAKVDNLNVYSEELIMEKILILVPDLEGLGGMDDAHSVVRLLATHLRPMLVTSLRERRKALL
NENAERMRRLLDNLQKKVDEAFLNMQLNEKALDLFEDDPSASVILHKHLLRTAATPIVDMLLINLDIHNKLKNGIEVEES
DSPESASLSSGDRLSLAKGLTGPLSVKAVAVVETLEGKVSA                                       
>Bdis_2g37530                                                                   
MDAELLELQRQLEAAQSARSSVRLSERNVVELVQKLQERGLIDFELLHTVSGKEYITSDHLKHEIKMEIKNRGRASLVDL
SDILGVDLYHIERQAQKVVTEDPALMLINGEIMSQSYWDTVTEEINEKLQDRSQIALAEIAAQLHIGSELVINILEPRLG
TIVKGRLEGGQLYTPAYVSRITAMVRGAARGITVPTNLSSVWNSLQQQLQEMHGANGVSVEGSFFQSIFVSLLKEGAVLG
SVRAGVHWTPAVFAHAQKESVDAFFSQNSYIGYEVLQKLAIPQPKQYLEARYPDGIALEAVFIRPSVVDMLDAAVGDAIE
NGHWIDSLSVLPSYISGPDATKILSLCPSLQKAVKSSKAVLFGESCVFSNVFIKGIFDRLEKEIDSFGIKHSSVQGTSMN
VNPSSEHRSGSVQYTDTKDIGDNDTSNTGVSSERGTKKKRGKAAGSAKGGPLEKDDDSEEIIPVKGKKAHRKNKDAGSSG
DAKRGGKKASEKSKDENTNIFPDELIEQKVLAAAPELEEVAGSDDLNDPIKLLSSHLRPMLIDSWMKKRNTMLSENAERR
RSVLDNMQKQLDEAVLDMQLYEKALDVFEDDPATSGILHKHLLRTMGTPIVDKILLTLDKDNKLKNGVELEDNEEQHVPL
STADRTFLAKDLPGSLSPKAQALVEALDGKRFDSFMHTLRDITEESGLLFKKLDKRLERSMLHAYRKDLTEQVSSESDPV
SFLPKVVALLFLQAYNKALQAPGRAVGAVITLLKDKLPASTFKVLTDYHSTTVKLLALQAAATGDEQDCTSDRMLEKKED
LVERLMPEMKSLALGTSKE*                                                            
>Bdis_4g35665                                                                   
MRSCKNTARSPWLRLLHIGSELVVNILEPRLGTNVQGRLEGGQIYSPAYVSRITAMVRGAARGITVLSNLPSVWNSLQQQ
LQGVSVEGLFFQSIFVSLLKEGAVLGSVRGRVQ*                                              
>Sbic_09g001810                                                                 
MDAELLELQRQLEAAQSAKSSVRLSERNVVELVQKLQERGIIDFDLLHTVSGKEYITSDHLKHEIKMEIKKRGRASLVDL
SDTLGVDLYHVERQSQKVVSDDPTLMLINGEIMSQSYWDTVTEEINEKLQERSQIALAEIAAQLHIGSELVISILEPRLG
TIVKGRLEGGQLYTPAYVSRITAMVRGAARGITVPTNLPSVWNSLQQQLHEMHGASGVSVEGSFFQSIFNGLLKDGAVLG
SVRAGGQWTPAVFAHAQKESVDAFFSQNSYIGYDVLQKLAIPQPKQFLEARYPDGIALDAVFVHPSVVDMLDTAVGDAIE
NGHWIDSLSVLPSYISGPDATKILSICPSLQKAIKSSKAVVFGESCVFSNMFIKSIFDRLEKDMDSFGIRHSVGQGRPLN
ANLGSEHKTGCGQYSDTKDLGDNDTSSTGVSSDRGSKKKRGKGTGSTKGGSLEKDDDNEESIPIKGKKSHRKNKDAGASG
DVKHGGKKASEKIKEESTNIFPDELIEQKVLAAAPELEELGGSDDSNAPLKLLSSHLRPMLVDSWTKKRNTMLSGNAERR
RRLLDNLQKQIDEAVLDMQLYEKALDVFEDDPSTSGILHKHLLRSMGTPIVDKVLITLDKDSKLKNGMEVEDSEDHVQLS
TADRSSLAKDLPGALSLKAQALIEALEGKRFDSFMDALRDVLEESGLTFKKLDKRLERTMLHSYRKDLTAQVSSENDPVS
FLPKVVALLFLQAYNKALQAPGRAVGAVITLLKDKLPASTYKVLADYHSTTVKLLALQAAATDDEEDCTSDRTRERKEDL
EERLMPELKSLVLGTNKE*                                                             
>Osat_LOC_Os05g02650                                                            
MDAELLELQRQLEAAQSARSSVRLSERNVVELVQKLQERGIIDFELLHTTSGKEYITSDHLKHEIKMEIKKRGRASLVDL
SDILGVDLYHVERQSQKVVADDPSLMLINGEIMSQSYWDTVTEEINEKLQERSQIALAEIAAQLHIGSELVVNILEPRLG
TIVKGRLEGGQLYTPAYVSRITAMVRGAARGITVPTNLPSVWNSLQLQLQEMHGASGVSVEGSFFQSIFNGLLKEGVVLG
SVRAGVQWTPAVFAHAQKESVDAFFSQNSYIGYEVLQKLAIPQPKQYLEVMEAVNVPLLFKSSARYPDGIALEAVFVHPS
VVDMLDAAVGDTIENGQWIDALSVLPSYITGPDATKILSLCPSLQKAIKSSKAVVFGESCVFSNAFIKGIFDRLEKEMDS
FGIKHSAGQGKPSNMSSEHRIGSDGKDLGDNDTSSIGASSDKGPKKKRGKVSGSAKGAAVEKDDDNEESIPVKGKKAHRK
NKDAGSSGDAKHGGKKASEKTKEDNTNIFPDDLIEQKVLTVAPELEELGGSDDLNGPLKLLSSHLRPMLMDAWMKKRNTM
LSENAERRRRLLDNLQKQLDEAVLDMQLYEKSLDVFEDDPATSAILHKHLLRTMGAPVVDKILLTLHKDNKLKNGMDVED
SEENVQLSTADRTSLAKDLPGSLSVKAQALAETLEGKRFDSFMDALRDTAEESGLLFKKLDKRLERSMLHSYRKDLTAQV



SSENDPISFLPKVVALLFLQAYNKALQAPGRAVGAVIALLKDKIPAPTYKVLADYHSTTVKVLALQAAATEDGEDCATDR
MLERKEDLEERLMPELKSLVLGTSKE*                                                     
>Smol_XP_002982462                                                              
MDAELRELERLFEAAQQAKPTARLSERSVVELVVKLQQLGILDADLLHTVSGKEYITQDRLRQEMEAEINRLGRVSLVDL
ASLVGVDLFHCERQADQIVSSSPELMLVQGEVVSTKYWDNLAEEVNETLQEASQVSLGELARRYGVGAELLTGMLSSRIG
TIIHAKLEGGQLYTPAYVARVKATVRGALRAITVPTSLQSVWNLLQGLLRDRDDGGNVTGEHSLFHMVLNELVAEEAVKG
TLRGSVWTPAVFAHSQRESVEAFYSQNSYITYDALQKLNISQPRQYLQTKYPEGIALDNVFVHNSFISLLDSAAEESVKG
GGWLDALDVLPSTFGCSDSGKLLLLCPFVQRALKDSTATLVAETCIVGTGFVKALLEKFQNMLREIQDKTFSTLEVKLEA
EPEPELDENETKPFASRSKKNDKKQKDNSIRKEEENEEKSGKSKKKTARHKSSKTPSVKEAVPSKARKGSPADEMDLLAE
EKLSKKIIEWYPDLEADGTEDGDTGVLAKCLADQLRPQLISYMTSLKRAYLGANTEERRKRIDALQRKIDEDYANLQLFS
KAIELFEDDKGMEAVLHKHLLRSTASEIADVFLETQALEHRIENAESAGAQPCKPFSMAVRMSLAKNLPEPLSSAATEMV
ASLEGKNIGAFDSALEASVTESGLRVRKLDKKGERSLFFAYRKSLSEQVNQEQDPIALLPKVVALLYVQVHGRALQAPGR
AMSSAVSRLKSAIPDKAFSTLDQYLSETVSLLSSSATDVRYNLPAGPLSHTAVPAGFQKGSSRGAHG             
>Smol_XP_002980981                                                              
MDAELRELERLFEAAQQAKPTARLSERSVVELVVKLQQLGILDADLLHTVSGKEYITQDRLRQEMEAEINRLGRVSLVDL
ASLVGVDLFHCERQADQIVSSSPELMLVQGEVVSTKYWDNLAEEVNETLQEASQVSLGELARRYGVGAELLTGMLSSRIG
TIIHAKLEGGQLYTPAYVARVKATVRGALRAITVPTSLQSVWNLLQGLLRDRDDGGNVTGEHSLFHMVLNELVAEEAVKG
TLRGSIWTPAVFAHSQRESVEAFYSQNSYITYDALQKLNISQPRQYLQTKYPEGIALDNVFVHNSFISLLDSAAEESVKG
GGWLDALDVLPSTFGCSDSGKLLLLCPFVQRALKDSTATLVAETCIVGTGFVKALLEKFQNMLREIQDKTFSTLEVKLEA
EPEPELDENETKPFASRSKKNDKKQKDNSIRKEEENEEKSGKSKKKTARHKSSKTPSVKEAVPSKARKGSPADEMDLLAE
EKLSKKIIEWYPDLEAAGTEDGDTGVLAKCLADQLRPQLISYMTSLKRAYLGAKTEERRKRIDALQRKIDEDYANLQLFS
KAIELFEDDKGMEAVLHKHLLRSTASEITDVFLETQALEHRIENAESAGAQPCKPFSMAVRMSLAKNLPEPLSSAATEMV
ASLEGKNIGAFDSALEASVTESGLRVRKLDKKGERSLFFAYRKNLSEQVDQEQDPIALLPKVVALLYVQVHGRALQAPGR
AMSSAVARLKSAIPDKAFSTLDQYLSETVSLLSSSAADVRYNLPAGPLSHTAVPAGFQKGSSRGAHG             
>Php_XP_001780735                                                               
MDLELEELQKLFEQTQNAKAKVRLSERNVVELVSKLQALKLLDNDLLHTVSGKEYITQDELKREIESEIQRLGRVSLVDL
SGTLGVELVHCERQAQQIVQNNPSLSLMQGEILSSGYWDSIAEEINESLEVAGQISIVELARRFTVGAELMTNVLSARLG
TSIHGKLEGGQLYTPAFVARIRATVRGAVRAIMVPTSVSTLSSFLQQQMREVDEGPITKVTADGGLFQSVLNQLIADGEV
KGSLRGGNAVYTPAVFAGAQRGSVEAFFSQNGYITFDTLRKLNVPQPKQYLQEMYKDGVALEDVFVHSSLISQLDAAAEE
AIAGKSWFDVLPLVPSSIGPSDAEKLVVLCPTVQKALKDGTAVILADTCVLSATFVKKRVENKKFNKVSTQSLSEGVTGI
STTDTGTEDASGQLKGGRRKKGNQSNGATRPAPEIEAVVPKEGKGKRRAGKSKGEKVSGEAVAGVSKGFKSGTGPNSAND
EDNIFTVEFLTSKILEWFPDLESAGIVEEGILVKALADLLKPKVMAAAIHAKQALFSAQAEDRRRRLDTLQHKIDEASTP
FFCLPWLFSKALNLFEDNEKTGVLLHRHLLRTTGAELVDLFLIAQAEDDIDDKEVGITATKETELLNTSQRTAMAKSLPA
RNLSSKALELVESLEAKNVDAFERTFEAAVTESGLRVKKLDKKSERALMFSYRKGLTSQVGDETDSVALLPKVVGLLFVQ
VHSRALQAPGRAMLAAIMRLKGSIPDELFEVLMAYHNGTVQLLSLQTSANLEETDASNETITKQEELKTLIPQLKSMVLP
SSSSASTTNDKQQQ                                                                  
>Crei_XP_001691945                                                              
MEAALGLDLGSLLSQLTATQQAQSAAKLSERNVVELINKLRQLGILSEGELLHTLNGKEYMTVERLRAEVQKALRQAGGR
LALVELPTIVGVDLIHCERQVAAIIAQSAGTVQEVNGELITTQYLDTIASEINDQLQESGQINVGELAAQYGLATELVMN
VV                                                                              
>Vcar_XP_002952984                                                              
MEAALGLDLSSLLTQLAATQQALSAAKLSERNVVELINKLRQLGILSEGELLHTLNGKEYLTVECLRSEIQNALRQAGGR
LSLVELPTIVGVDYVHCERQASVIVSESGGTVMEVQGELITTQYFDAIAAEINDQLHEAGQLNIGELAAQYGLATEMVLN
MVSMRLGSTITGRLEGGLLYTQSYLRAIKAQLRGALRAAASPALVLNLMRDAGLGATGDAASAGGGGGGAGLAAALASSG
GGGVIATLIEELVQEGALRGALKGGGTSWAPAVYGEVQQDAVASFYSQNGWVAYDTVRRKFTPILIRDVPEPSYAPSLGI
SNERSYLRGTFPDGLPLESAFVSPSLLAALEAAVEDVAAAASTGSGVGSGGGGWVDVAPLLPSVLSEADVAALLGRIPLL
RDQERRPAKERKVHVEKADADARTAAHKALQERKASSGAAGTAGAGGGGSGAGAAALPDWFPEMDWGGVDDGKAEAVAQL
LLPGAVAAYEEALQAAFTAGAEERRRAKESLARQFEESCTRLLLYGAGVETYADDEATYTALQRHALRTTGAECVDLLYR
WARVEHPPEGAEQSAAAGGPASVSGNGPGFLTAAEVKQVLRSVPPDVAEGLAAAADAPGAATVRDAEVLLDRAAAAVGVR
AKKLDKKGEKAALAALRERLLSSLASEVDPPAALTLMVPLANMRIMGKAVTLPGKALGQVLSRLQQAAEEGSELAALVRG
LGELHEGVVEYLKAQSGGSAAATTTGAMLERLSAMLPQLKAGLGLQEQHQ                              
>Cvar_EFN57486                                                                  
MELSLDDLLSGLQEAQQKKSKARLSERNVVELVNKLKQLGLLGDDLLYTSNGKEYVTRERVAAEVRAAVRAAGGRIPLVR
RSLEAQQAGERACLPREACVDLPSQLGLDLVHCERAADAVVAASSGGIQLAQGELFSSAYFDGLAAEVDEGLQEAGVVSV
GDLARRFGLGAEMIGGVLGERVGTRIHGRMDAGVIYTQAYLTRIKAQLRGALRGAVSPVSIPALVRELGIEGLASLKALV
PSLVDELAAEGSVAGKLAPGASSWVPATYVQSQQDAVTRFFQQNGHIAYDTVRQYGIPAPRPFLAHHFPDGLALDSAYLS
PAVVEAAAEEALAAGGWCDVAPHLPSILSPGDTAALLAQCRAVAGAAAATGGRAHVMAGSCVVAAALLESIRAQLLEAAR
QAADDAHRRQKKGGEEGGGGGGAAGRGKVTVTVLPEGGGKKAAAAAAAADSGSDNGWDVGGKKGKKGGRGKKGKAAAGGS
GGGKPARSGGGGGGKAAAGQGASAGGGGGGGGGGPSSGALSLDSLARRVAQMHPDTEGAGADGDLPRAIAAGKPPPLGAP
LWLRPAIVAEYERALHAIFTAGAERRRRLRDAAVAALDAAHERLLLYAHGAELFADDEAAVPRAAIIKRLQPDVKPAVSA
AVDKLTGSSLEQFQSELDAAAEAAGLRLRRLDKRTERTLVFAQRKLWESQAAAAPDASTLLMLVVPLLLARQHGRAVSLP
GRAVSAALDLLQGGQLPQDSLQLLADFHAAVVDQLKLQSGGRDEEARDEATQKLERLMPHVWELAAAGGGGAGGEAGGEA



>Otau_XP_003074345                                                              
MTPMHGEDADALTAEDVVALVSKMRELDILDFGSLIVSDAKRGVVTRDRLREDARAELLRRGGRATTTAIAMALEVDVGD
CERELKALARDKELGARFLEGELMTEDYFSTVVHEIVETLRTSGVTSIRDCARKFSLSSELVSRVLRERVGASIEAKLEG
SLVYTPAYVDRLAERIQDALGECTAPTSKEAVLSLALGDNDGLVDSGAQLAAKLLSDVIKSKKAQGTMNAGFWYPEVHLI
AQRKKLREAYERHGIVTVAMGAALGIDAEETKSIITVIDGGYVDFGSYFVAKRVLEQLEISIREALAEDGYCRIADALPD
GLGSEVLAHTSVLKSSASVGDYVVTNHLVKKCIENAKRVGQSTAENVLRENGADLDALKGMLVSTGASASTEEKIYAKGP
KKGKKDSKGHRARDDALAGDQGLPLKSNAQGNKLSTSLHVLKDSDITGSMRRVVPEADDELVRELTKMFRTFASAEFNER
VSFAIDNFGDKLKMSRELAAKRFLELYPTAALISKGTEEVLANDVHAVKYTCRQYALPCADAFLRSQMEKAVDDCDVTAP
LTDKWRSGIVESFPNYPADGKPLGRALLESIKSGKSPVDVVERVATLAEAFGIRLPSMNRAAARSILQAHKKGLEDQLSA
ERDVAKALLIAVPYLVAVTRGKVVAITGRSLVPALEACGESLETARRNVVRNAIARVVEELSGSSPASPTVDIDALKDAV
FSSADADASQNDH                                                                   
>Mpus_Micpu46314                                                                
MDEILALQAQLASAQDAKSSFRLNERNVIELVGKLKKLGYLDDTLMHTLDGKEFVTVEQLRKEIAEEVRASGGRVPVFDL
QSALNIDVHHCEREAKFLAADATAGLSLVEGELMTPAYFDGVAAEVEEELRELGVVAVADLARAHGLSADLMSRALRERV
GDGGIVSGRMEGGLLYTPQYVARITAQLRGAMRAALTPTTRDALVTNALRGCDGDGDGGDGGGGGVGDGRGTGAELTGSI
VGELGKNVDASGLDGVFQRGAWQPAAYSRAQTAAVGDLYATAGIVTIDQATRMGVERPREYFEALDPTATRLDASFVSAS
VVEQLDSAVCEALGNDGWCECDVFIPPDLPSGDAGALLAATATVKSGGGGGGGGGGVSRVGDLGVATRAYLDKIGARARE
LGTEAGIAAAKRRQLEASVKVGGGETAENAGKRSKKKKGGGGGGGGGGGGGGGGGGRRGADDDDDGDADAFAITADDLEE
DDDDGGRKRGGKKGKGGKRGGNKGGGGGGGAAAATAAATAATTAAAEEDDDDWNVDVLAAEVARLTPDASETFCLDVAKR
AWPSATRARVDAMKAASVAGDDARRRARARAAAACDEMTARARMFTRGAELLPDDAASQRHCAKTHVVPLVDAFFRAHAD
ADLDDAAAAAAAAATSTSTSTSTTFAELSPKQREMAANSMPKDARSLALTLATEATSCKSPGAMLKALDDLAEALRARLK
PHDKKAERLLARAHKKTIEDSLATCVDPAAALLLAVPLAFSNAKNRAVAINGRGVAAAVRYLSEDARALSEDDASFLKTF
HADVAASLAGPAGPAGAEVGTSTGARETEGGESLEERLPELRRIAMEAKKAKSGGGEEE*                    
>Esil_CBJ28322                                                                  
MKGLVQATTTADGGEIVTTGRLRADIVSAINTAGGRASSHELEVATGVCQTTIGAAVREFWTEQLHGRWFQCEEGLQVFT
SAYLSSLALEAGTAAAERGRVSLKELAPILKLPVEFTGTLVSEWMHDPGSHLMTARKLKLVSGALVTEAYEKTKRAELCS
ICGAATEPRSVEELMEDCDLLHPEEEEMALELLTGLTESGELEGSLAGGARGAQAYVPDSFVAAQHEAAHAFFSANDYLD
HATASGLQVRKLHAFVRDRHPDAVLLEKVVVSSAVVERLQAVADGAVAEASWFEAWAVVPTVLSDADAAHLVGMCAACKR
SDGDPLKVLQLGVYGVSATFVQGIIAQFREEAASESSSTAPSGGSWGGEGHPARASASGGSSRKGGGKNRKRGGSRKPGG
DVDLAAEREAERFVRRCRPELEDFARLVTALGAHVAPALREAREEVVRRANQRSSADSFHERADAFETAFETSYFDFQLR
CRGVQALRNSLRQQQQQQQRSVPRHPDGGDGPPVSGKDGCESEGLAEEYLLRTLGAQLAELVTARECEKLGIPFASQDGG
ACRRPEERMPFISKAACSALAEVLSGDVAGSLVRLWQAATAGCQLSDFCETLEDQVFPVCNLVGRRLDKRQERLMVEDRQ
RETKASLFRSVSERDVFHFAALVVFQSVTGATPLLPTPGLPQPTQEGGHDSSQQQQQQQPWAGVLLDAVRGHVSSETEEC
LSGLQRELQASEAVATWADAGESGRGAAEDSSVGNNDGVVRVKAEKARDKDATAGLFLVASVHGFIASSCARSALRASST
RGNGFLAVGTQEAYGRVTESRNHARGVRPLSMTKPNFTKTLGTVLIVGSTIGVSAIPFLSLGPQQQALRLYALSTKTVTL
PKEIPVFFLRDESGAVHVENGEGLFFMSPGDAKEKLQDLKGAEGTKVAATTLDDVWYPLIKKKGLNKNSVAAGASGLSDL
SARYRIIPRSNQVAQALETQGWNAVADAGGVPVWAAETLAFRGTGNKMKLPLFTNVDDLMTSWDRLETEGGSEAKSPTIQ
VSSIGAIIDMMQRGGGDQRNLEFFADMDAIEQAEKLL                                           
>Ptri_XP_002186199                                                              
MALRVLSLHSEIYATESVACLIKKMNKDEAFLAEELMQILIERGYFHDGIEPVQSSDVDLHSDFPTFGIENSSIVRTSSG
TFVTLERLCLDFWEYFEKRARELCTYDEAAMALHVAVRDLRRTLDNTVRSSKTASLLVINDHYLTTAKRIDDMLDESLSL
LDSNFGGRALVSELVGKSFHLPLSNFLQLLEDRRRCLPYDVELRLQDNGSKTLVTQRYLALLRSQISSAFADFTEPTSLV
SVARRHSWEVCWMSDILKDIAQELPGALHGDDSYVPHSFTQQKHQTVTDSFASNGFVSTTLCQTVAMLPSELKRIVASSC
SEAIILENSVVHPLMIVGPLEGATQDSIEIDGWLDLQQYIPAELLAYESDTKALLQNCILSKLDEGSRGVAAISKLAAVF
VSQGMIAKISNSVLPLMIEPFAKERAKALESQHGQSGIASTKSKRKSKKNLEALSSDRTGLPSDTIPSMADIVTLVLNAY
PDISDWVRETGAMGKAVLEEAFCSCVTEEFRALCEKSVQAELRLLRSSRITRTSASMTQSMEGAFEDPQCFATSCYVIQM
ASKLLQYLAKREVKAEAVNAMRQDILRGPCADFCRRLTEYCLLKNEIVEGIFSFDADSVESHSAAELPHCCLAVDTSRRR
YFRTHLTCHPDAQGKPRDPLPTLRTTLPGSIGMALTHLWILCGGDCYQGGTKNGQPSPPGNFDAFSSHAEENCLTICGLP
FKKLDKKSEKQLLFDRRLRLSQQLKDSIDPEVVLELSTMLLYQSIKNLFVFGESVQKSLLNMLVTERKVSDEVATGLQTL
ATCISVGNVDTENMNQVREFGLSRYGSK                                                    
>Tpse_XP_002294761                                                              
MDSTLSWEILSRLSLRSIRNGGSGGLPFFIQRDGDTSPASTNGERGATSTSEDIHGCDGHDIFFTACPVFTADVPTASIS
SSSVPVVYSLEKIKKEFIHVLHQHGDSINGGRLSTKIISMWLGMEEEEVTILGDMICKELTEPKNGVSEEAETVVVDVCR
LYNPVKQQHEYALKMYLFKQMVQQIKIHCSFELSGDNDFAPSLEAIAKQTIQLSSSKLVPMGTVSTQQLSQELEMSIEDV
VRILQELFGEKYSYLRKSTRLDTNFVAIADAHSDTPTEVCNSSVSDSQANHHIENQILGSLSGATNPTSLASLFPQMNID
VETISPIVQSLCGNGQLHGVLSNGIFTPEIYTDTQRSAVDSFFRTNGYLTEKKCAAFGLSRNRIEEFVHASFPDGTMLTH
SIIDSAKICLPLEAAVQSAILNNAFVDLKAVLPAEIASSDDDTKLIIYDCLPRQLCELEDMSTHGEYIRGITVLNSEMCL
FCSAAMVMNASELMGTLVEKYSKLKAKDIVEGSTSSDMIPISQVAKCIADQYPELSTMQQQYDSRLNVYRNGDSELQWER
EENDLLVSDGPLVEFCRRALFTDKLQQTCSRAVKAEVDRLQSTRHGVSVSTSMNGAARMQNTEEAFESSFKEICYLLQLF
SKSIDAVGKIADEKTTFNMKKELLIGCGSCLAKRITEYCLFKNGTDDNGGLVFQSTSGSEAPTFHTPVDKSTLAFPFISL
QSKPDKNGTPRDPLAHLESLFPGGIGLGLSRMWSLCSEKDMEEEREDRLDAFQRHLQDVCLTTVGIPFAIIDKKNEKRLL
ADRRQALLHVLESSFDKEQVWMIVVVLIYQLVKSSSVAGKLTIQAVLAHFGREKKIPQVVTEALLKLQMNDCAESDELLS



RVKTFGSAKNTKALSALSG                                                             
>Pinf_XP_002903570                                                              
MDEIALLQQQLAAVQQQEAALKLSDHNVIDLLLKLQQLGKLQVIHTRTGKQFLTPLQIQREIADYVALHGGRLSLTELEK
LIDVDRTRVEKQATALCRGSRSKDSYHLVNNGEELLTSWYLDGIMEDTDVLLQESGTTSIGDLAQQFDFAVDYMRDVVRT
RLGSILKARERDNVLYTDSYVTAQKARLRGVFAAVTRPVFVPDVLRSFSFDEAVANEALTELIQSKVLMGTLRGREYVPY
VFMAAQRESVYSFFQQNGYLEHARAKELQVARPYDFLKKRFPDAVPLQESVVSRALQLQLEGAVEAAVNDNSFVDVRSLL
PSALPAGDVGLLLGMSPALEKAGHVSKAFQIADNYAVSSGFFASCWEKFGEDATTKASRAAAQQKTCAVQTSARESRQEV
EEGDDSDDEDASSKRGKKGKRSKGGNKRDPEESGGRSGKSGKGKKGKRGPKHGGDAGDDKSRSVSTQFLIVPSREETTAL
LVKWFPAVEDIEGDDEFMDGMVLHLEPKINELYSAALAKALSSIIRGDAASLRELRKVFEDRFDEQLTKLLVLEKGFNKL
SMQVDAKDPADMEQLAFVEKHVLDSSAVELAALVTSFMAESNSLDLEGVPHFDENKKVLESALPQSTASALVRLWTLATA
GRWSLSDFTAHVPVLAEALSMPLRKLDRKKERQVIFSYRQATLAELEENATLATESYQHCALVATLILQLFFQQTTSLPG
SFPRDTVSYGGMVVKAFKDSNTWSERLDTARELVLLKDLNSVQ                                     
>Tgon_XP_002370055                                                              
MVSLEELQRQFMAVQEAAPTQMLSERACVDIVVKLMEKKKIQLVTTTNGKEFVTLETLAQEIRTHLANHKGRVNVIEMAT
ALGVSPDIVEAKTEEMTRRSRHLMLLDGDLISTLYLNMIAGEIENLLEEKGQLTIAELSQKYSLPAEFLRQEIHARLGTV
IHGELKNQYLTTAHFSRRVESIVRGVLTAACRPVAVSAIATEFNLPNDSVTNAAVQLIRLAQLQGRLQSGIFTPARFSTG
QSDKVTSFYKANAFVPFSLAKDCGFSDAHGFLQKEFPEGIPLATVYVHPQLVAPLHANLQEAVAASSWADVSSLFPAALT
PEDAHLLLLLAAEESASGRKGASPSTCKKPLPLVTFDDGVALSHGFLDIFCQAVAPFLAKKAAAEAEKSTAGAAAKHTEE
NSHNAGPASDDSDEEAEGRNRRRGKGARRGRGDDKKKKKSAAATSAPASGTVTLGDIEEVCSSDASDENSLADLWTSLPP
HVQQRLWETVQARLDAVSFFTEEAVVFIFFWEPATLTESLDQKEVRKASQHYQRCVADSRRSLREQQRAKTERRAANFQE
EFESIVLAVKGLEALGILDDAKHPLVVHLFKTSVGTLLDSLVEAAVAEATSEPPQVNTQNRRQCLEKAAQAGGDVENLLR
ACDVVQKRAGADLIDSLQGAAEDSHILLRVPDKRRVKQLVSSRRAAAQEALASSTSCDPAAVLHAALGLLLVQRTSPHGS
IPFPKDFWAATTVWALLGNGAAGSGEFAGKSSLALADVQPLWLAVSAGEAGKARGEAAADAPGSETHRVMELEASKLLNV
FAERNQKK                                                                        
>Ptet_A0DUB2_A0DUB2                                                             
MEELFALQQQLAEIQETSTKYRLSDRIIIDLIEKLVKEYDLKVYHSTDGQSLITPKELSKEIHQLILLNKRVAVNQLPDI
LGIGFDKIEGQIEKDSNGWDVVRMQDEMMSHDYILNVCEEINEELQQKSIISLQEIMQKFAFPMQFVQKYVLQQVGTVIQ
GVLNEDKLTTVTYLEIITAKLCGILRATLRPISFMKLNKDLEIQNSQKICEQLLVTKQLDGKIISGQYVSSKFIQNQEAQ
VKQFFEQNSYVEYDKLYSQFFIQKPKEYLKQMFKDNVIFLDTCGFSRDALISKQEQIQELLINEGHTNLQEILPVILSDQ
DIETLFSLMQLTNCEYANFMIYHKAFLDKLVLAFKDKIIDSIYQNPQKLIEQQQIQDDTPQDIQASAGGVANKKNKKQQQ
PQKKKSQNKQELFTNKEITDLLTQKKLVEYNDCVDELFQFLQPRLSAFYEQIKIELFESKKSASSQVIQEIQKKIEDMAL
GLMITQRSLQKIQQECQEVNTKVLVDNCLFGYRLLVENLVVITCKKYNIQLPQNLFADPNHPSVVNGQIDFGLQKSGRVF
LNKVALGEAILFLPKEQQKALKDTMELYTKKSLDVLSQHAFFDVFNLKVHLDKKNDRNLLLFIKHHCKEFIKQRHHEIFD
ENVFNQIILAMSTDLGLYFIGNYDQHFYSALKQIVYELQNDKQIKNILNNITHSINQQLEITAEAKELIEILKLL     
>Ptet_A0E4Z0_A0E4Z0                                                             
MEELFALQQQLAEIQETSTKYRLSDRIIIDLIEKLVKEYDLKVYHSTDGQSLVTPNQLSKEIHQLILSNKRVAVNQLPEI
LGIGFDKIEGQIEKDSNGWDVVRMQDEMMSHDYILNVCEEINEDLQQKSIISLQEIMQKYALPMQFVTKYILKQVGAVIQ
GVCNEDKLTTVTYQEIMTAKLCGILRATLSPVSFLKLNKDLEIQNSQKICEQLLITKQIDGKIFSGQYVSSRFLQNQEAQ
VKSFFDQNSYVEYDKLHQQFFIQKPKEYLKQMFKDNVIFLDTCGFSRDALLSKQDQIQELLLNEGHTNLQEILPVILSDQ
DIETLFSLMQLNNCEYANFMIYHKPFLDNLALAFKDKIIESIYQNPQKLIEQQQNQDDTPQDIQASAGGFASKKNKKQQQ
PQKKKQQNKQELFTNKEITDLLTQKKLVEYNDCIDELFQFLQPRLSVLYEQIKIELFESKKSASSQVIQEIQKKIEDMAL
GLLITQRSLQKIQQECHEVNTKVLVDNCLFGYRLLVENLVVITCKKYNIQLPQNLFADPNHPSVVNGQINFGLSKSGRVF
LNKVALGEAILFLPKEQQKALKETMELYTKKSLNVLSQHQFFDAFNLKVHLDKKNDRNLLLFIKHHCKEYIKQRQNEIFD
ESVFNQIILAMSTDLGLYFIGNYDQHVYSAIKQIVYELQSDKQINSLLNNITHSINQQLEITAEAKELLELLKLL     
>Tthe_XP_001010369                                                              
MDEILELQRLLAEVQEQTCTNKFSDRVIVELVNKIINDYGLHLIYSQDGQEYMTPEHLDEQLAQLISERGRIQVLEIPPI
LNVTEDVVENRVPKIIKKNKKDFIRVGNEVITSNYLNQICEEINEDLQQQSQIFLFELTSKYSLTLQFLKEQLQYRIDNN
IIDGNIIGDKLCTLTYQELTKSKFRGLFRGATKPILLSSLAKDYQIEQRQLQEIIEDLISSEAIEGKIISGQFVPTRFQR
NQENTIRDFLKQNKYIEYSMLQKLFIQKPEETLKQMFRDQIILLDDCAFYKDSLEELKEQIVNLLLEEGYTDLSFMFPTC
LTEADIETIVNKHLKLTEVELDETMIFSHHYIEKCVTGLKQNIITQLQENPQKAIQKDKTLDDSDDDSEDGGKKKKGGKG
KKQPPAASASVSTRAFENKKDKKGGAQKPTKKQTEEQRDKGNNLFNQDEFISILLEAKIINQNDKGDDFENKLYRIAQPS
LQKYIEQLRKEMMDKKKSGSQEVIMQLNQLIEDAMLMIQISQNSITYIENNHSDINMTLFSNNIHYTLRLVIENTIVLIC
KKLAISLPQGLFIKKDEEDPSKNIQIATLVLKKVFKSKEMLQQAISLLPKEYNLFLIKAFELYLKKQPKPLIEYLMNNTQ
LMGVRAILDKKIEKNLILTTKYYIKDLIKKDKADNKLNFLRTVQYILLDKFGQFYIGNLDSKFISSILIILSDLSKEMED
ISPLYSQTLALYKQITKEKKDEIPDSKISDEQASVQFESSLHSLIKATKM                              
>Bnat_70050                                                                     
MDDEIAQLQKQLLAAQMKDVSNRLSHRNCVDLISKIISQGDIKLLHTTTGREYLTHEQLNKEINEVIERDGGACEYLGGL
FEMLPGKSMLHTDIPTCWRVLSPGLPISGRTSMLNIQKNCDVGTEHVQAAVKAIVKGDKHKMLLGSEVITTRYLNAMAEE
INEKLQTLGRLDLTHLAQEFDLPLAFLTEQISSNLDTTIKGRLQQTHLFTNAFVHRLRVQIRGALHAATMPTSLKSISER
FNLDEKMVLIETKRMIKGNGKGEESPLLPGTLSGGQSRPIYTPFIYREHQQSQVQSMWEKEGYITFDRLRKLQISNPKRY
LAEKLPQNQQGIMLPSCYVGEACVSQITSALRQCQEKKSYINIEAQLHLPPFSPDELSTLITKCVEKVVVSSKAPDLRVV
RDTYVMSESYLDTLVVKMKKSVQERAKELHIAAMQQQKQQEAAENAAAAAAMDTSNDHRETASGGSGSGGNKGSGRKGGG



RGERGLMRKEKKMMRKSKKGGKKGGKGKRGGEAEQQQQNELEALQVSSSSSSANTRSSRKAGGGKRKGGRRGGGPSNRSS
KQQQMMVAMPTNVIIETLRASWEGQLDTDFLIDVATAIRGKVNGMLRAEVENLRHSAESKHRGVHEQVATALQELYDHIT
MYHNSIQGLRGKNVANLPADQGLANTLTTYLLKTLGIKALDILLNNELLYLNLSLPENISSSSSSSSSSSSSFAATRTPQ
QRAWILEQLAERRRDVHTGLKQLNLAIKGAAQDSEQFLNALNLATSVCSLRLKKVDNKKLRNLIFNIRREMITKIGAEED
PRLIFQYAVLILHSQMSSGMLHTPSKLIPQITVILETKLRPDGKRAMQRAQELLADDAVIAALASSRDKKKEGAKEKKAK
KNGAGGEGNDQGDSYDDGLGEEGKLENLRSAAKKFGISRDTISKLLEEGMDDEDMPDLTVEDLIDDMGIPEAQANLVVAA
VSGEGEEGATTVEEDNKDSGGDDAKVKSQQQQQDEEEKETADKIAELQKCAGELKKMGSEPRKALLQDS*          
>Ehux_199091                                                                    
MDEILALQAELARVQEAPTAFKLSEPNIVEIVSTLSQLRLVDVLFTTNGKEYLTPEQLLREVGDEILSHGGRVNVADLPA
LLNVDLPHIERAVTQLLAAGRDGLQRVGGEVLTEYYLDSLAEEIDTALRGVGRLTLAEVAVAHALSTDFVTEQAFRCTPV
HSTAFRGGSLFTASYVARHLARALFYEAVGGLHAAGRLAGTLQAKTSFTPAVHRLAQAAAAAQERLAHAATTAQLACRAL
PAALERATLKGPCADWLTALLQCEALHRGLDAARAEELGEEGGGSGADAFLEAMWAMDGALGDQSPRLDKKRERAALDRA
RAGYREQLAVETAPAAVLHLSVLLLEAREYAYYYCYYSYFRGWRSGTLVFVFLSLWVLTVFLLFEAERHVELHSHLLAVP
GRLVPCLLDHLREGLPPHAHAALAKIRGRVEFSVRRGFPMDWYRVSTITAGARRESFSEKSRMSEQSAAHRVAGGDAGAE
DELRDDIEAVRAIGLSKGKGENKG*                                                       
>Ehux_234696                                                                    
MDEILALQAELARVQEAPTAFKLSEPNIVEIVSTLSQLRLVDVLFTTNGKEYLTPEQLLREVGDEILSHGGRVNVADLPA
LLNVDLPHIERAVTQLLAAGRDGLQRVGGEVLTEYYLDSLAEEIDTALRGVGRLTLAEVAVAHALSTDFVTSALFYEAVG
GLHAAGRLAGTLQAKTSFTPAVHRLAQAAAAAQERLAHAATTAQLACRALPAALERATLKGPCADWLTALLQCEALHRGL
DAARAEELGEEGGGSGADAFLEAMWAMDGALGDQSPRLDKKRERAALDRARAGYREQLAVETAPAAVLHLSVLLLEAR* 
>Gthe_102581                                                                    
MDEIEALQALLGAVQKQETRPRLSERNCRELLIKLLSNGLVTLIVNLDGNEYVTPEHLEKEIRDEIVVNGGRVKITDIQT
AVNVDLRHVQDRMDKILSEDSSISMIDGEVLTSGIEIRHHDSIPDRNSIAKNGLHSARKDGRGMLYTDTYIERQEACIRG
TFSALTRPTTLASLQSIFYFDESLFDQKVESLIKEGRIKGTLSGKGMRAVYTPEIFIRSQLSAAKNFFNQNGYIEYSTAE
KMLINNPKSFLSKEFGNLGFALRSCFVSSRLVEQCIEHIRAKATADGDRLHAALKSDLVSPAAAQDDDDDDDGGRGKKKG
GKKNVKEVEEEEEDGKKGKGSKRQELKEAAAKQKEKKGKGGGDESSAKKIDKGGKQQQGSSFDYDGETSKFVKDFLKSSS
DDHEMDFASEDFIQEVVVSLRSKAKDIYHEIANSLFTSSATKRVKNDELQSKFVLLYQQLSLFRKGISFFSDETAAAMEK
YLLKTLCTDIVNLVLESQCKAHGISFSATAEDRQKLQPSLTQEAAGTLSSFQELVVKILNSDGGDEAAMAEAAALSETVR
SLASTKEGLSKACVSSEK*                                                             
>Ngru_XP_002672297                                                              
MADIDLMELSIEQLQQQFEQVQQESLSGGSYKLNEHNIIELIQYIKKQDPNFAEQLCFTSDGKEYITRDQIEYELQILLE
KYGGRINKNELPKLLRVDFTYLEQPIHNLIQKQIVLPDLINGCEILTPSYLESVVMEINELLKLSGYIYIGTLTKQLFLP
SDFIKEHIITKYMHLLLNGTIFSNNSLYTEKYINNLKSITIGICNSITSRSMECNDLLKVTKKFYLMNESNGNEYADDIE
IELELYQNIVKDLIKNKQINGTLQVNSTLYVPNIYEKMATDQVCKFIHSNGYVSVERVESMLGYKAFKNTQQIINYLTGY
GEMKEHDLINIEDEIIIHMKMIESFKNIFDTTINGNNDKHKSIPLHIENNGGDHCVLIDTSCEMKQLVDKYITLSKNIKD
IIVFDNRYIMTVEMIDQILNDQFKSIAIQAIEIYLKSNPSTTSTPPPSQPSNDKNKKQKSKSTKSSTPVSNENDQIKKLL
PKKDDIYSHIEKQLLVYLDNDKENENMINKFGGSDDSIIESIVNYFIPKLEKLYLETKEQIVNQQTMKLEQKLSSELNVE
EKLNELYTQIVIHNKSIEILHRQRKESIEKEFIVPVEKHIIKTKCTMIVYLMVYDTCKNLLRSTPTQQSGKQSSSKKPVD
TTSININEKNLHFIREYNTLLSMASEEQQTQFVELNREIKLLMKQLNQKVELDKTREEEVKELNTLVESLNANNTTLQSF
ISQFEFTAKQFSVFIKILDKKREKTYLKERKQELKINHVEHLAKLSDDSLSSGAIIYGTRLISICQYLLMMGDKPILLFI
PGKLVSPVLSYLEEPSIMEEYSKGQLGSAYQDLIIPTLTKCQQLVVECLVAKKKKNDEESGMSLSKEKELVELFTTIEKI
IFVSSNVASSSDQ                                                                   
>Tcru_XP_820330                                                                 
MCDTDLSELVKKFQAIQRQTFPDQIGERNVVEIINVLREKQLVDLLYTLDGKEYLTWDQLRREVVDEIVFNGGRMNVVDL
PGSLNVHFTHIERVLQDVLEDPTIRIESGELLTDEYLDSTIQAAADVLKENGFLSIAEFAKTHRFSSVFAQDLLMKAVES
QRLRAVAERSAMYTTQFVHSQKAILRAGLMAATRPVNLTTFFERHNLFVPLMDPVIDAVRAELPGKFVGGVYVPTYFEVT
RAEQVENVYLSNGFIEYASLHQHGISQAKEFLLGKYNPVVEGSAARTATGTEVRKRRGRRNQNADATVEAAPVARSETHP
NAGHALSSCFVSDRFLANLVALEDLAHGDTLALDLSLHLPSAVSFEKDSNVLLRRLRELHPVIDSCIVLDGGLLVHEAAL
DKFRARLRVVFEESFKQGGKRKRSKTSESAASGDEKEQSVLRVLADVTGLSLEEYSTALEDLSSQWREIARDIYDELAAA
LEQQASVDLKRMRSKLQVSLGVSWVDLFVVSKGVLWSKSHMDEAASTAVSRHVLTTRVLPMVGDIILNESLDVAEVFERV
SAVLTPGQPSIVTLQKALQVFPEKHRRPLLPMIEAANGRSVENFMSILQELCTSGQIAISSFYQPNKKLEREALAALKKR
MLERVEKGTFGTDVAQSGVLFASICSFFLYTHFHVYVELPGRVVGSAVELIAREAAEVGGVLQECYQLITGAISGKELST
ESLVRLEEVRRMALEGALVSL                                                           
>Lmaj_XP_001687273                                                              
MEDAELSELVKRFQSLQREQVSNQITERNAVEIVNTLIKKNLIDILFTTDAKEYLTWDELKREIVDEVLANGGRLNVVDL
PGLLSVHTFQVERALPSVLEENPTLTLEGGELMTDGYLDAIVLAAGDLLKEQGSLAVSQFASMKQLSSLFAKSLLRNAME
RGRIDAIMQDASLYTKQFVQLQRMVVRAGLLAAEEPVRLDAFYRRNELFAPLMSTVVAAVRNELPGRFDGSNIYVPLVYE
AKRAAEVENLYASNGCVEYAPLQRQGISNPRQYLIERYNPPDVAAAEQAAAATASSTASAPANQRKGRKKGQGGRVAAMA
REAAVRVTVRASAEHPLCGYPLANGFVSDRYLSNLPALQSLVDGEALAVDVVEQLPLFVEMEKDWPFLEERLRELYPGLE
SATLIANTVLLSAAAEEEVKAALPPALASTKKSRMPVSTAATDTIASVLKLPRDRYGEVLRELVDMWGEVVEALEQQLAL
SAAKNAAAELKQSRGALQEELATRWIRLWVVAKGVEWALTQLDEATSAAAARHVMSTEAYELARQVIRNESLDTPEWSEN
VAAALTQVSQPGQLMKALLPFSESRRNSLIPLLDALKDKSVGAFLDTLREMSGTGVVAVASFHPPNKKVERDMYVKIKEA



VAQEVKAASVSREDATANGKLFSSLCTLLIHHCFRCHVEVPGKAVAGVVGRLKSEVGVPSTLERAKDAVVAALQHGSVDE
AGAATLEELRTATLAFS                                                               
                                                                                
                                                                                
*******DUF862***********                                                        
>Hsap_ENSP00000263256                                                           
MEPPNLYPVKLYVYDLSKGLARRLSPIMLGKQLEGIWHTSIVVHKDEFFFGSGGISSCPPGGTLLGPPDSVVDVGSTEVT
EEIFLEYLSSLGESLFRGEAYNLFEHNCNTFSNEVAQFLTGRKIPSYITDLPSEVLSTPFGQALRPLLDSIQIQPPGGSS
VGRPNGQS                                                                        
>Hsap_ENSP00000306528                                                           
MGANQLVVLNVYDMYWMNEYTSSIGIGVFHSGIEVYGREFAYGGHPYPFSGIFEISPGNASELGETFKFKEAVVLGSTDF
LEDDIEKIVEELGKEYKGNAYHLMHKNCNHFSSALSEILCGKEIPRWINRLAYFSSCIPFLQSCLPKEWLTPAALQSSVS
QELQDELEEAEDAAASASVASTAAGSRPGRHTKL                                              
>Cint_ENSCINP00000001510                                                        
MSNCVIYFSVQYWINEYISGLGIGVYHTGIEVYNREFAYGGHQFPFTGVFEIIPRDASDLGETFRFKDSIVLGMTDFTQS
DVEKIVEQLGKEYKGCAYHLMHKNCNHFTSALSQILCGRSIPRWINRLAYMSTCVPFLQRCLPQEWLTPVALANHIGEQ 
>Cint_ENSCINP00000026314                                                        
MSSVKLFIYDLSKGLARQMSQGLLGRQINGIWHTSVVVYGEEFYYGGMGIESCRPCGTILGPPDERLELGETEIPSEMFY
EYLAQLGESKFLPQKYSLFDHNCNNFSAEAAQFLTGKGIPEYITNLPSDVLSTPFGQMIKGLIENVQVSPGQGQTARHF 
>Skow_XP_002741232                                                              
MEFKPVKLFIYDISKGMARAMSQGFLGKHIEGIWHTAIVIFGREYFYGGGGIESCPPGGTILGAPDTIHDLGETQVNYSL
YLDYLTALGGDTFSSEKYHLFDHNCNTFTNEVAQFLTGQCIPSQITSLPKEVLDTPLGQMIKPMIDAMQVTPVGGQPIGM
PQQAAQQQETNKGTEAHGGTDPKSDARTPAAQTGHAVLPSEVYDRTAARMEAANIASQYIGDRAFSALQDDPETYRGFEV
SQSSLVLFKEVDVEIQVSRLKSSLPDNFLSMEEIKWLDQITEYLLAEPRTKDRPAMESVPIIDKMLMESGLASQELVIVV
DILQAMALRSELLDSLTTGHTLMKWINQVSMSSQSYCEELLLSLTRMLCNVCHCRKGFGWSTSTADWLLDSRNTCNGRII
NRLLVSNLLSGSVKLCEAAASCMHNLGQYKLFDDTAVELGSALLQCLNGDLDENTSYYALSALYHCMECGEVACLTNMLG
LDLGKYVNKSDRVRKVCADIDEVCKD                                                      
>Skow_XP_002731307                                                              
MANEAVRLNVYDMVRVAFLIMNLRPPPQYAYGGHPFPISGVFEILPKQAEELGEQFRFKETVLLGRTDFTPSEVKLIVDE
LGKKFKGDRYHLMHKNCNHFTSAVAKILVGNDIPPWVNRLAYVSSCVPFVERCLPQEWLTPVALQQCIIKEPEPDRSTNL
GSTRERRRYDPRSSIN                                                                
>Dmel_FBpp0074548                                                               
MFLNALRRMRCLCGDREISTEDIEQREPVMLNIYDLSTSNNYTFPLGLGVFHSGVQLYGREYAFLALNLSISGIFEIHPC
NGQEELGEHFRFRKSILLGYTDFTCAEVKRVINLLGFEFRGTSYHLTSKNCNHFSNCLAHLVCGRKIPRWVNRLAYLITC
VPFLERFVVSSPSHYPHFRQFQL                                                         
>Dmel_FBpp0087318                                                               
MFSNGLPCNLSFPSCLSVPKDEIGNEELLPSNMGTREPVILNVYDMYWINEYTTSIGLGVFHSGVEAFGTEFAYGGHPFP
FTGVFEISPRDHDELGDQFQFRQSIQIGCTDFTYEEVRRIVEELGNQFRGDRYHLMNNNCNHFSGSLTQILCGQEIPSWV
NRLAHFSSCVPFLQRCLPKEWLTPNALQQSITTIQEREDSDNSPL                                   
>Cele_F36D4_5a                                                                  
MLTDLFYSTFGCLYSPTSTMDVMGTARRKTVVRLNVYDMYWLNDYASNIGVGIFHSGIEVFGVEYAYGGHPYQFSGVFEN
SPQDAEELGETFKFKESIVVGETERSTSDIRKLIKSLGEDFRGDRYHLISRNCNHFSAVLARELTGKDIPGWINRLANLS
GSIPFLEKCIPQEWLTPIVLQASVDEKKRGSVDSAEEATEKLVVRSLNDSRTTILDNRTANGAIIMSASSSNSDRICMSP
SSSSSASSCDTLDYDDLIVQTPSTFSSEKKSRSNSPPIFRIWNTIKATINGTQQTAPTGAATVIPASSASNIGKTNSTPG
TTSNGLAKPTCSEC                                                                  
>Ctel_163285                                                                    
MAGFPVKVYIYDVSRGMARAMSQALIGRQIDGVWHTGIVVYGQEYFFGAEGISSCPPGGTIMGQPDTITDLGTTEIPQEL
MMTYLEELSRSSFRPECYNLFEHNCNNFSNELAQFLTGKGIPSHIISLPQEVMQTPFGAMIKQFMDSSSVNPGGNQLNFN
HSAHNAAAAPVRVASTNPQDSSISFRDAKIVDKFIEKQSELKSKFSETTFTLLGEVHEFLSTKDCTWSLGKNHLDALINS
ENALLLGLLQQTLLNEDIVNLIIHCPESFWKLFSKFRDLSDACVNRLVKCVCNCCLSDSGRAFMLSAEKSSEESPLVRVS
QLCTHCLLHDNESLNCLGSALACVLSAEKMNLDLAVEVGIALVQLVSKGVSTDAAPFVLRSLHKCMDVNAEVTSIAACME
MPLESLRTKDRNLHFTAIEEKLKKINTT*                                                   
>Ctel_114234                                                                    
MAREPVIVNVYDMYWINEYSSAVGIGVYHSGVEIYGIEYAYGGHPFPFSGVFEIAPRDAEDLGEQFKFKESLVIGTTDFS
PEDVRQMVETLGRDYKGDQYHLLNKNCNHFSTALSSNLCGKEPPSWVNRLAYVSSCIPFIEKAIPKEWLTPVALQTAIDK
DDIREPAGSRTPPSSRGRNH*                                                           
>Lgig_87444                                                                     
FPVKLYVYDLTKGLAKSMSMAFLGKQIDGVWHTGTVVYGEEYYFGGTGGIESCPPCGTILGEPDTIIDMGTTQIPKEMFL
EYLSQLATSNFKPQDYNLLEHNCNNFSDEVCQFLTGKSIPSHITGLPREVLNTPMGAMIKPLIDSMNIQPSGGHSV    
>Lgig_210786                                                                    
MAREPIYINVYDMYWINEYTAPIGLGVFHSGVEVYGIEYAYGGHPFPFSGLFEIAPKDTEDLGDQFKFKESILIGYTDFA
QEDIKNYVEQLGKEYRGDHYHLLNKNCNHFSDALVQFMCGKELPSWVNRLAYMSSCIPFIEKAIPKEWLTPNALKAAMPS



PTEESAPQARSSKR*                                                                 
>Nvec_XP_001640506                                                              
MAGSEVHLYVYELSNGLARQMSPLLLGKQIDGIWHTGVVCFGKEFFFGGGGIESCPPGGTILGSPDEVMNLGVTHVTEDL
FMEYVHGLSCDAFRPEKYHLFEHNCNTFSNEIAMFLTGQKIPRHIQDLPKDVLNSAFGQMIKPLVDSMRVTPAGGTSFGG
>Nvec_XP_001624362                                                              
MPQFPVVLNVYDMYWINNYTFNIGLGVFHSGVVVHGKEYAYGGHPYEWSGIFDMFPKCAEMLGPEFKFRESIVIGMTDFS
SEDIDHIVNEMGSKFTGVSYHLVDKNCNHFTSEFTQVSIIHVNIVVLLSTPTPQPSLNWLLCGKAIPNWVNRLANAGSYF
PFLLKCLPKEWIRP                                                                  
>Adig_15965v101246                                                              
MSRYPVFLNVYDMYWINQYTFPVGLGVFHSGVVVHGKEYAYGGHPYSWSGIFDMSPKSVNTLGEDFKYRETLTIGTTSLT
PDQVEDLVKTMGLSYEGRSYHLIDKNCNHFTSEFCQVR*GFVRSLWKLSGTNRFYEVELTQNSEMCSSEEEVDFCDENSD
ESSLSSSPEYEIEHESDGAFASPSASEDEDAAAAFAEEPLAMQN*                                   
>Adig_19535v115415                                                              
HTAVVCYNREFFYGSGGIQSCAPGGTILQNPDEVIDLGETEITQDVFVQYLDGIGQQDFRPEKYHLFEHNCNTFSGEAAI
FLTGNKIPQHIQDLPSEVLGTSASFQNSFGQMIKPLIDSMSVRPAGYPVVSAATSSSMPTTSSREKENIFEPREVFSGAT
MPKEKENDCQSSLLRKPNTYNQVDPQTAVYLKENFLGAEEFCDEDVQLFEELKKCFESNNFAGVIERQIEILGA*     
>Hmag_XP_002157547                                                              
MDFSEGKILNSEFVNKLKKWQILEFKEYVFIHLKMPQTPVIVNVYNMYWLNEYTSSLGLGVYHSGVEVFGKEYAYAGHPF
EFTGIIDMEPKDEFELGEGFTFKESIFIGTTDFTERDVNDIITMFGKSYLGNSYHLVKKNCNHFTNELTKYLCGKEIPGW
INRLASIGHRFPMLVSCIPKEWLTPDAGFSNSNVNLTEWEQIDYPQRNNEMIPRTS                        
>Hmag_XP_002155542                                                              
MVKVSLYIYDLSKGMASQLSLPLLGKKIDGIWHTSIVVFDKEYFFGGDGISDCTPCGTILGPPDETIILGETTISKNVFH
EYLTGLSQKTFSSEKYHLFNHNCNTFSNEVSQFLTGKKIPSYITNLPLEVMSTPFGAMIGQFFENVRVQPQISDNFHEFG
GLSSSSSETNLDHYIGSDRGGKSFKSYGTTAMVKHLRLKHSKEFELAEEKKKVQSLPSISEASVASTTNTVQSNIIQALQ
KKKQWNIDDHRSIRIHKIIGKLITLDIQPFSIVEDTGFNELIKDAYPNYKLPCRTYFSQNVIPSMYDELFKDIKIKISAA
NYLSLTTDIWTANTAKIAFLSITGHWIDLTKFSQETAVLRVIYFPEKHTGVHIKEYLQKGLETFEIPLSKIHLIVTDNAS
NMKAAVKNSGMSSIPCFIHTLQLCIHDFIFSQEIIKEILTLCRGITTHFNHSPIACAKLKSIQQQLSTVPHKMKQDVPTR
WNSSFEMLQRMFEQKVPLATYAAEYDEIKLPTNYQWGIVEKLVHILAPFKNLTKKCGRRDETCAQIIPSVLALKVLLQKA
SSSDINAGIMTMIDELIKSVTKRLDKFLLNKMLSTFLDPRYKLLYQHADENVIKEWVEEAWKEMQGAQDVVDSDSNNAPI
VKAPASNGFISIDDCFKDVASMRTGRKQSERRSEAERELVDTEVVTTDIIKKQTILKSAITQEIDNYLSLPLLENKSSPF
LWWSKCGMQFEKLKKMALKYLTAPPSSIESERLFSAGGDIYEATRSRLKADNGEYLMFFVQCLNHLKLNFENCSATLDKL
RDVVDGIDFGFEETTRKEITVTLSSLCKEMRSEENEFVESFKSLLVVLRSCAIVIPKLFKYAEGDEVILQVVNKLQRGNF
TEIKLLRLQFITNLLSVYELRNHLLAINSLLRTIVNLVVSSILDGPGVKIKEAGCCLAYSLSIVKINEDHTFEISSALLH
VIADLTESTEARKYCIEALKCFMKKSDQVSELASMIVPSIYELELR                                  
>Tadh_XP_002109561                                                              
VQVYIYDLSFGLANQMSLAMLGRHIEGIWHTSIVHFGREYFFSSRGIENCAPGMTAIGQPLRKHDLGESQLDADIFMEYL
TTIGNERFRLGTYDLFNHNCNTFTNEVGQFLTGNSIPSYITNLPSEVLSTPFGGMIRQFMSSMNDGPGGGVPISSP    
>Aque_XP_003383659                                                              
MPQKVQVYIYDLSMGLASQFSALFLGKQINGIWHTGIVVYGKEWFYGGEGIMHTHPGGTVMGPPHQVEDLGETDVPEEIF
RDYLKDISAQFSNQTYNLFTNNCNTFSNEIAQFLTSRSIPEHISNLPQEVLETPFGAQIKPMLDQMQNIRGNFEQPLPAA
PPQARQSTSTSTARPAPTATGGSQSFPESDILKITSKGFSRSEALKELDKCNGDADKALVCLLARSLKI           
>Sros_PTSG_08180                                                                
MPHTLLILVLLFTLFANVSSSSPPRSSSSSQPKTMSKVQVYLYDLSQGMMASLSPSLLGRHFEAVWHTSIVVYGQEFFFG
GGINRAAPGTTAAGRPHQVVDLGETEIPEWMFVQFLHGLQDKFNAETYHLLRNNCNHFSEEAATFLTGQSIPQKVRELPD
QFLATPFGQMFAPMIDQMFQQLGGNGAPV*                                                  
>Cowc_CAOG_02692                                                                
MSNITLNVYDLFSTNAYTAWLGVGAFHTGVVIYGKEYAFGGHPYEFTGVFRTAPRQALAENMIFRESIAFGRTGLSEDEV
SRVIDRLARDYTGVSYNILARNCNHFASDLCMALVGKPIPGWINRLAYLTSWVPCLLPKELIEPPTAQSQGPQANNGVST
QPTLVAFSGEGRRLAQENQHSHSHSHSHSHSHAHAHGGPSNADAAAQRRELLALAAVARTNALFQQQHQQ*         
>Cowc_CAOG_03251                                                                
MSSSVVLYVYDLSRGMASQFSSAYLGRHLDGIWHTSIVVYGEEYYFGAGIQTAQPGRTMHGQPLRQVDLGVTAIPRDVFH
DFLRGLSDAGQFSSTSYHLLDQNCNHFTQECAQFLVARDIPSYIRSLPDDFASTPMGAMLRPLINSFFTSGQAVDEVPFR
SMAGQQPGGAAAPTPTATGTATAQPLRPHTFDQLQLSTIMTKLRGFLDTNRADATQDATIMPLTNALAAQLDSLEASLTA
VPTPATTALIGSRVKANGEHVALFTALLQPYWPLGMIEQAHVATPRLRILRTEQLFPVLDLLRVWLLADGAIALVSNPLQ
NNCIPHLLAALVTGDGAVFSSDAAQLVVLRAACNMFASDTGAKYMLSDSAIAAVVNATVTALLNPPRPVIRQTAATLAFN
IALSLGSTLSEVAASAVAELTTAIHHILAAPATAQDDEESVFRGLSALLQLVSRNEDSKQLVIALGFDTILSGLRGKSAR
LATCANQLAQVLG*                                                                  
>Mvib_comp3085_c0_seq1_fr4                                                      
LFSLMPQVLVNVYDLSQGIARQQSMMILGKQIDAIYHTGVVVFGREIYFGSGICTDPVGHTPYGTPMEVLDMGETDKDEA
SLFAYLRSIAPRFTASTYNLMRNNCNNFSSVLTQFLVSRPLPQRILGLPDEILATPMGAMFAPMLEMFQSRIRDESVGHN
LDMAGNGGGAPVTAPSSTAAGAVGGSPSLATPASSSAGTASTDIKPLVLVGGKDPSIVNDMLQKLKDAPLETKEAASRLV
AHCTTTTTPTGSSTSMTDAEAASDALPLLTCATTSTDITVLLPVVDLLRCVCTHTAVANLLANDHNALLIALLTHTQSLF



ASSVPVAVMVLRATANLLSTPGASRFTSNEPSAAAISDLVSAGLTHSHTSVRAAAAAVVHNASLCSPVATDAAVHLLITS
RELLLADIASAASTPSSATLTSTPTGAASRALLERISWLCIGMAGLVRQSSTLQSLLPNLDFSSDSFPTASRLLQSTSAP
FTLGAFAADFLASLLSK*IKT**KSNKIHFIIVIIIKKKK                                        
>Sarc_SARC_06751                                                                
MVVYVDVGVVGPCAVVDLGTTDKTREQFLDHLATMEQKFTVETYHILQNNCNNFSHDVANYLVGKDIPSYITGLPNEVMS
GPFGAILRPFIESMQQNIRDAAGQQRVDFGHQSTSQPTSTSANSTTANSPPTNIAKSLTSPVLNTSSSNRVKIVNKLNEF
ALEYKLPPIATPSAPVLDDVLVLCLKLPSSKVFPALDLLRLMIVDDVKSCARASALLNELLHAHVIGQPTHSRGTLLMAL
RCVQNCFAYEEGVQEILSKQIGNGSATAGVDDVLLMDHLFEVLETSFSVPHEDVRTTAAALSSNLAGTNIRFPKLSLTEE
QCIRLTHILSEALQHSDNIANEQIYHQLLCALGGVVTADPGAREFAAALGVGIVDTGLVPETQLLAEEVRALISSA*   
>Contig14603_Abeoforma_whisleri_fr1                                             
HIE*EEKLRITMQVKLHVYDLSNGLARQLSAGILGTHLDGIWHTGIEVYNREFYYGGGIQCDDCGRTPYGTPEKVIDLGI
TQVSESTFVEFLRAIRPRYTADKYHLLKHNCNTFTEECAQFLTSKSIPSDITELPNQFLRSPMGQTMWPMLENLQNQVMQ
TRSSHEDSLFGPEQAPDSNNNNNANVDHFNFVVANDDNDAQGALVHAPKDKALVIYFTGP                    
>Contig76233_Abeoforma_whisleri_fr5                                             
KGMSASMSGDRTPLLGPTRSDSLMEQFDEDDVLIHVYDMHPHNDILMSLCCCGAFHSGIEVYGKEYAYGFTEDTHTGIYY
TRPFEATEWASYRTTHIAGKTTKEAHEIRDIIKQLNPEYRGCDYRLLSKNCNHFSESFFSQLFESEPKFPSWINRLAWVG
SYLQCCLPRELLEMKIEGEEGAEETEQLYNQEPGATSLPRKFSCEEHYYTDQEIQSGSNNLLSSDFIKNRAPSDQLREMQ
SPTWNYCTFPNMGTVARLEEEEEWKRQIEKERLQQQQE*SNKEIRFGWSN*AVAL**LYHKI*LPSDQLREMHTALDCFI
FYLSRHVGTVARL*EEEY*EKQISTTTRID*RTSIGIQ*TALSRCSDFIIIEPPSIFYETRKNFTLPLSSLGNFNCNQ  
>Contig59767_Pirum_gemmata_fr4                                                  
NNMSNYQVEYRRPLLGPKVDFDYDDDDVVIHVYDMHYLNKYVHCCGFGAYHSGVEVYGKEYAYGYTDDDYSGIYYMQPLE
ADEWAPYRKSVNIGKTSKSKYEINCILRGLNQTNKGRDYSLLTKNCNHFSEELVGELMDDDSIFPRWINRLAWIGTLFEC
CLPMSLLSLKVEGEEGGLNEEKC*KAMDMKTFGIYYYGKR*RCEQH**SRIE*WW*KVFL*RCHNTIKNHI**YRYSKGY
**LTFQRKT*TIDQNGGI*ENAKG*LGLLHVSSSWEEF*PYLMCS*IFKCD*RLAFQKKT*LIEQNKKTKG*LKSRYVSK
SKRMIGMAAPVFKFPVFGKIYNYV*YVHKYLRVIDDLLSKRKPN*LIEHNKYKGMIKILQYVLL*EYKRIQKALR*ICYR
FLRLLRFRRCVRRRIRRQPL*LELLHHLQVYYFLENLQPCLICS*IFKCV*RMTCFPKKKLGTIDETWRNIVCGTKG*LE
LLYVSCS*KEFLDISIIIQV*F*IL*NIS*IITTL*SYLIFL*IFQEFRIH*NIHHFYIGL*IIKGDIPVVIYILSLPLP
LPLLNRNIVALNVFKTHTFSLIIN**QQTWSKKSTF*YYA*SKITTNLIV*KLYGSKKKN*GKI                
>Contig59768_Pirum_gemmata_fr4                                                  
NNMSNYQVEYRRPLLGPKVDFDYDDDDVVIHVYDMHYLNKYVHCCGFGAYHSGVEVYGKEYAYGYTDDDYSGIYYMQPLE
ADEWAPYRKSVNIGKTSKSKYEINCILRGLNQTNKGRDYSLLTKNCNHFSEELVGELMDDDSIFPRWINRLAWIGTLFEC
CLPMSLLSLKVEGEEGGLNEEKC*KAMDMKTFGIYYYGILVLFEAYIYKNVCLFLILLCIQKKKEGDQVSNKQKHTLNTK
TTIMFSTYNT                                                                      
>Contig18937_Pirum_gemmata_fr6                                                  
YYYYYYSV*HYNRLLYFQIGTCFYYYY**IITVNMAEVKVHVYDLSQGMANQMSSSILGVHLEGIWHTGIEVFNKEYYFG
GGIMCDDANRTPYGKPVEVISLGVTKVTKELFLEFLQGIQPRYTAASYHLLKHNCNTFSNEVAKFLTDKSIPEYITDLPN
KFLASPMGQQLWPMLEGLQQQVMQGSSNHLFSETTTTTSS                                        
>Apar_comp15945_c0_seq1_fr4                                                     
REGGVVYVTKVTVAHSCVYLLCNCYLY*CVRKR*VSKGPSFMLRDAIRWQRQEWKLSVLWAVRILVDKNTDASLV*KSIG
RIHE*LLIFDDLGAC*RALSRLLSL*DLGPSQFPEPFFEIGNAITF*TIKWYVRLRTRKYSTKAACRLFFENGGTKVGRG
TTQK*GVEKMDGEEEGEPVYLNVYDMFWTNQYTNPLGFGAYHSGVEVYNHEFAFGGGDMPTTGVFVLPPRSVPMPQLMAF
KESVYMGHTKLRWPEAQMLIARIAMEYPANSYHILDRNCNHFASDLAERLCGVKAPAWINRAAWM               
>Apar_comp15945_c0_seq2_fr4                                                     
HTKLRWPEAQMLIARIAMEYPANSYHILDRNCNHFASDLAERLCGVKAPAWINRAAWMATRNCAGLRRRC**HA*QWSTR
LTRTTFLTETATILHRILPRGYVVSKPPLGSIVQHGW                                           
>Apar_comp17912_c0_seq1_fr4                                                     
SFSFNVSFKVPPYILLCKRAQGNACCKAHIQ*NLSLGLET*PSPGPNFEVSSNTS*CFEETLGVH*DLVRWTER*NRTLH
SYALHCRALFLAS*ISIRCPKDITHTLTAHLHRSILVIQLFVSTPATMTQSSVSVYVYDLSQGMARQMSLALLGRQLEGI
WHTSVVVFGREFYFGGGICCDSPLNTPYGRPVQQHDMGETAYSYDDLLSFLSSISHRFTMATYHLLDNNCNNFSDEVCRF
LVGKHIPAYITGLPQEAMSTPFGAMLRPFIDHMQAGIRDMAGQHQLDLSHARPLLNLPNTNTNAPTPPLTTPATKTHPHQ
HTTTTKTTAIAGGATDINLYPHLFKLISTPTLLRQADIAKVIVKMREFVPGAKSDTLSDLTDALNRVGPECAYPMLDLLR
LRALRHDECEKVAMLVPGLLKKYLLDGSVRSAQQMALRCATNCFAPPLGALSLLGSQHMIAESVAVGLAADHQNVKQAAA
ALVLNLSGSPHRHPTHP                                                               
>Apar_comp21827_c0_seq1_fr4                                                     
VAILPRESACTEVGESTEKTLAFHISRRFSCFTSSVLRGVVPLFCISFERNLSFKVSKFASFLSYTYIRYQHRVDIQVLV
SNSVLSSFLSLPFISHVKASLLNLLVTTHHPCCRRAHNELSLVTT*IINRSN*EITSIQHLYKDIIYHITMAEVEQKVQL
YVYDLSHGAARMYAQQFLGIPLEGIWHSSVVVYGKEFYFGEGGINEYNPGTTHHGRPLRVHDLGSTHIPEAVFREFVDDL
RTRYGEQHYHLLDNNCNSFTNEVAEFLTGKGIPDYIRTLPALFESTAMGQALRPMIDQMFRTGLLGFNTAALQQQIAAGG
PQELGNLLDDLTRNNNQSR*NVLKIRVVKCEGDKKENTVYMCTKLLCDFK*KRIDVCRC*CD*GF*LVNNTMVLHK*SRN
KITQQAVMNDEGTLITKKGEVLLILANSMI**VQRDQGIIRAVCKIFFFFLWCNILFLWCL                   
>Apar_comp15945_c0_seq2_fr6                                                     
HETALA*GADVDSTHSNGVPG*LVPHS*QKLQPFCIGSCREVMWCQSPRLDQSCSMDGHTKLRWPEAQMLIARIAMEYPA



NSYHILDRNCNHFASDLAERLCGVKAPAWINRAAWM                                            
>Apar_comp21827_c0_seq2_fr6                                                     
KFLIRLVLARDF*CI**LLVQCPSLCYY*LRIEKGGHVYGANTQPPSLLCEYTTPFSPPSPRSLPPRSHFAFACPTLTRP
PNISPPTPTLTVPY*A*SRMNKRKRNG*ITGAEIKVNI**ICCVIVWAKV*LISYHISCGKFN*N*NDKIGSQFL*HTNL
HRHSSVVVYGKEFYFGEGGINEYNPGTTHHGRPLRVHDLGSTHIPEAVFREFVDDLRTRYGEQHYHLLDNNCNSFTNEVA
EFLTGKGIPDYIRTLPALFESTAMGQALRPMIDQMFRTGLLGFNTAALQQQIAAGGPQELGNLLDDLTRNNNQSR*NVLK
IRVVKCEGDKKENTVYMCTKLLCDFK*KRIDVCRC*CD*GF*LVNNTMVLHK*SRNKITQQAVMNDEGTLITKKGEVLLI
LANSMI**VQRDQGIIRAVCKIFFFFLWCNILFLWCL                                           
>Contig4973_Corallo_2_fr2                                                       
QNHGGPVQFHDGGHLGGGDRARLRRQQPVRSVGQVRRPGSSNPAQNRT*KETKERGVPG*AQDGAGDPYRPGYGQGQDCG
PVLSWLHG*LQLVPGPRIPGS*KLGTIRSGQDHSESTR**KFLV*SRAKGPGNRTAGHCYSRCRPYTDR*WYCHGRLHWA
GGSG*RE*DYRTSQALLKPSGRE*TTAGCLAGHFGTQMDTHQKFAVTTRLQMQQKDVQHCLQ*RMPFSVSLPQQLPSPPS
SPSGH*VVRVCGGELCSGTLERDQTRTPRRR*KSLGC*YVAVADIWDNVSLTAKTDVVLFIRETISIETRRNQQTMSSEE
PSVPVELYIYDLSFGMAPALSEMFLGERLDGIWHTAIVVHEEEVYFGGEGVMKSSPGRTSLGQPQKKVQLGNTMIPMEVL
QDFLEDIKHKYSLGTYDLFSNNCNNFSNDVAEFLTGTGIDKSIVDMPEDIMRKLDNTPAGQMIKAQIMGSMGRANMSFGG
QQWMR*QEPKLDHTTITTHKEIMAKLLSIL                                                  
>Contig3787_Corallo_2_fr3                                                       
HVSGV*YIDGLQGTWDQITSFGMRISERARRIGK*RR*QMSQGRNEAAVPLLDSSNASSDFEQQGTPVLLHIYDMHWANE
YAHYIGMGAYHSGVEVYGKEYAYGAHAQPGTGVFTTLPLALAHMPQPDLKFRQTIHMGYTKASVFEVQNVAWKLGVQYQG
RAYHLLTRNCNHFASDMVYDLVGKRSPRWVNTLAGLAAWVPCLVPGDLIEPPLAADPNADEDSDVDGSSNTQPTDSSNG 
>Spom_NP_594707_2                                                               
MKVYINVYDLMPDSPVNKLAWTLGLGIYHTGLVLEGKEYAFGAHEIPGSTGVFATMPRPPLEGCRWRCSIALPNCTLPKP
DVDRILIRLSQEFTGLSYSLLERNCNHFTNAAAIELTGSPIPSFLNRISRIGLAFPTITNALLQHGQKNTSDVDDSSDSS
SDVDEETLIVSKSKKAHKDIPKFSAPPPSADLNNLITDSLP                                       
>Tmel_XP_002841964                                                              
MPSLSRSSQSSARSQSLQKKKVIINVYDLLPPGRLSSIVWTLGVALLHSGVVINDREYAFGGHDRRGFTGVYWTKPKTEP
PGGTFRSEILHGFTYASDQEIEQIIREASSEFLGPTYNLLTRNCNHFTSHLCVALTGRAAPAFLNRAASIGVALPCVVPA
GWIEPPECEVADDWTDHDENARLTRNAGGASSASRRRSGDEAWESSNEGDCASDDGEAERQLRKRERIKRMKGRESVELR
DTDGREVPAAGRARVSRRM                                                             
>Tmel_XP_002839609                                                              
MSTDSGERLVQLYVYDLSQGMAREMSLGLLGVQIDAVYHTSIVVGGKEYHYGHGIHCSQPGKTRHGNPMEIVPLGVTALP
DDVILGYLDSLKSIYSSEAYDLFVHNCNNFTNDVAQFLCGRGIPTHITALPQTVLNTPFGQMLRPMLDRAIRPLTTAPNM
PTDGVPGAALQGPSNVIVAKSLHDLEAALKSAESSCAVIFFTSATCPPCRTIYPRFEQIGSEAGGKAKFIKVDIGTSYSV
GQKFQVSATPTFMTFLKGEKIDQWSGAHYGDLRSRVETLLRMAYPPHPHTNVNLRVTLGTSMNPVIFTKVPPLDKVIEKL
GPTGKNPVVVSIRDFITLRDSQGAIEAPLQQLSDWATFLRESFTGLPTATLFPLADLFRVVLSDHRVSGWFAEEKGNTTI
KAMLSYVTNHTSVPYPLRLVTLQATCNLFTSPLFPAHLTSPSLSHLVTSLITTSLLDKSHINARVAAASLAFNLATHVQK
QRAVYNEEVLQDVEFIAAIVEALKEERDSKEVVKGLALAVSLVSYCAPLGGEILELLKVLEAGGVLSEKAKAGMGEKALC
QEVAKLLEA                                                                       
>Ncra_1819NCU02043                                                              
MSGKKSHKPARPHRSTLAIPKTEILINVYDLLPPGRISSTLWFLGTSLLHSGVVINGREYAYGGHTHRGKTGVYWTAPRT
EPPGGTFRCELLHGFTLATPAEIDAIIREASEEFLGTAYNLLTKNCNHFTSHLCQKLTGLPGPAWLNRAASIGVALPCMV
PKDWIEVPEYDTADGELVDDVDHGGNGRGNGGLHGNSGGRDKREERRAAREERKRAAREEDEEELLADERSRMLSSSGES
PTLVDLGRERDRERASTTYNIGNGNEREGEGQYRDDEGGAESGKGKGKAAAVATRDSAGRTLPPAERAPTSS        
>Ncra_3316NCU03714                                                              
MDVHLLVYDLSRGLAKQMSVGLLGFQLDAVYHTSIQLNGREYVYDGNIVSIIPGSSHLGRPLEEMYLGKTELPMEVIEEY
LDSLREIYTVETYDLWTHNCNNFSNDLATFLLGKGIPDYIVNMPQTVLSSPMGQMLMPMLNQQIHANKRGGGILGIQQNT
PGSTSKPKAELHHHEGKVHNVTNLNELQSLLEKFQNSCAVVFFTSATCPPCKVLYPLYDQLAAEVGDKGVLIKVDVLAAF
DVGSAYSVSATPTFVTFLKGKQENRWSGADRGALQGNVRLLVQMAWPAHAHQSLNLPTFSNPGTKPVLYTKVPPLEKLLA
KMGSDAENPAVQGVKHFIEARSQDGPAEATLPDMAAFTTFVRQSIKNVPTDTLFTVVDLMRIGLVDPRFSGYLAEEVVHG
TVTALLEHINDLKECPYALRLVTLQMACNLFSSQLYADEVLSNDKLRTCLTQLVSASFLDDNHNNVRVAAASLLFNIALA
NSRKRQDGPGDVLPQDDQIELAASILEAIAQEESSGEALEGMLLALGYLAYRMPLDGELSDLLRTMDAGNSILEKKKAFP
DMKLIDEVGSELLGRGLNKP                                                            
>Ncra_5042NCU05755                                                              
MGRHFPDINRVPAGEPNINDAPRKVYIASRFVGGKLGAWTVGLIADIISSGHYLGSMPSPNYHWCVLVGDYYHQLQATKQ
DGKHWNWYDNNVKDWTDKWELYEVGETRFNDNAIASAGIEAIQDMDEVYKLVDNNCQKFTLKLLDLICADGRRKVYTSYS
RHKLKAGFIPGELLDESNPGEKVEVEVAFVEDGVAHIELLDKAFELMDENTPTLAEEEIFKEI                 
>Cneo_XP_567837                                                                 
MISLTVSPRACPLCSLANKLMVSVVAFGREIYYGQGVLESKPGATHHGQPLQILDVGETHIDEATFNEYLSSLSGMYTPS
KYHLIEFNCNHFTADVVGFLTGAEIPAWISSLPSEFLSTPFGQAMKPQIDAMFRGPTAQRPIPDKISSANASPAPSIGSS
SAPGGDTAAAGPSLSSTLLQSIAAQATAQTTGQSTAANGSSKQPLNPETSPLTLVSSTANFHSILSQHSAVVVNFTNTPS
CPPCRVIKPVYESIASYHSAVYGAKGARFVEVELGIGQGREIAGTYGVQATPTFMFFKDGKKVGEMKGAAKRELENKVEQ
FLEECYPTHPHRRMYLPAVEGLPKRAITVSNLPNYPALLNKLEGFLADKGKTESFMVLKNEVVPFLEGKSLSETELAALL



QKWSAATQDLLPALQPTETFPLIDLWRIALQCQPIIPFIGLGLSTASSNAEPITSIISLASNTFSSSPEAIPKPFILTVL
RLLTNFTSCVELTNLVLAHDGNVSTSEQLISVLVESLLYPDVGVRSAAAGVAFNIGLWRHHNVVEETPNVDWELEVVSGL
VEALDREEDEDVAHRLLAALALEIYLSPSYEDNVQPMLQVLEASNKIEKRCKVWKRKEVKKVGEEIARKLC         
>Cneo_XP_567836                                                                 
MSKVQLYVYDLSHGLAKSMSLMLTGKQIDGIWHTSVVAFGREIYYGQGVLESKPGATHHGQPLQILDVGETHIDEATFNE
YLSSLSGMYTPSKYHLIEFNCNHFTADVVGFLTGAEIPAWISSLPSEFLSTPFGQAMKPQIDAMFRGPTAQRPIPDKISS
ANASPAPSIGSSSAPGGDTAAAGPSLSSTLLQSIAAQATAQTTGQSTAANGSSKQPLNPETSPLTLVSSTANFHSILSQH
SAVVVNFTNTPSCPPCRVIKPVYESIASYHSAVYGAKGARFVEVELGIGQGREIAGTYGVQATPTFMFFKDGKKVGEMKG
AAKRELENKVEQFLEECYPTHPHRRMYLPAVEGLPKRAITVSNLPNYPALLNKLEGFLADKGKTESFMVLKNEVVPFLEG
KSLSETELAALLQKWSAATQDLLPALQPTETFPLIDLWRIALQCQPIIPFIGLGLSTASSNAEPITSIISLASNTFSSSP
EAIPKPFILTVLRLLTNFTSCVELTNLVLAHDGNVSTSEQLISVLVESLLYPDVGVRSAAAGVAFNIGLWRHHNVVEETP
NVDWELEVVSGLVEALDREEDEDVAHRLLAALALEIYLSPSYEDNVQPMLQVLEASNKIEKRCKVWKRKEVKKVGEEIAR
KLC                                                                             
>Ccin_CC1G_05138                                                                
MTTPVKLYVYDLSNGMAKQLSRQLTGRQIDGIWHTSVVVFGKEVFYGQGISITEPGKSHHGAPLEILDMGETSLDEDTFD
EYLSELKEHYTADKYHLLEFNCNSFTNDCIGFLTGGTIPSYIKDLPTDFLSTPFGASLRPTIDAMYRRPAPGAAPVPPPT
NAGQGPMDVQMAGALLQAAAAMASQQQTSGYAQPSGHSSQATNAIAGPIHIITNAPNFNSFIKSHKAAVAFFTSQTCPPC
RMIEPVFERLSEEKGVQVDRDGAGFAKIDLGVGSANMLAGQYGVRATPTFLFFLNGEKVEEVKGADAGELRTQVDLLLFQ
AYPPHPHTSIATPTIKALSLNPILFTQAPAIDTVVTKLSSFIDAATWPTSAPQTQADVKKLLSGEVTTYLKARFTPATPG
GGKPSLPSAPITLLNSWSAVTQTLVNALPIESLFPLVDMWRLAFLDPAVGNWIASSPAMNPITVFLPKALSSIHATSPTD
TKRWRNFNLTALRLLSNGFSSRASSNWLMSGNNSSGTRVRDNVTQILVPSLLHEDAAIRTAAASLAFNAAAWLQKKRVDA
IQTGRRWNVDTEGGDEMAEWQVEMASAVVEAIGREKENEEVVHRLVACLAFLIRLSPVHDTQLGPLLEVLQAKEVVRAKL
VKGEGWNTDGGLAKKDVRKLVEELTNKLLS*                                                 
>Umay_XP_760725                                                                 
MTATQAADDGEYPVKLFVYDLSRGMARSMSMPLTGRQIDGIWHTSIVAYDREYFFGQGISIVYPGTSHHGAPLETYDLGT
TTIDRETFEGALLPDLRDRFRPQDYNLLSWNCNNFSQEVAKILTGADIPAHIRSLPQDFLSTPFGQMLRPQIDTMFSAPS
ANIPAASDINTPDGIGGQLLNQVASRAYTGNTSMEQGSPSKASSSDPVHHITSSVQLDEVVSVFPCVAVLFTSESCPPCR
IIKPVFTDLAHHYHVDESKPGNHKRVAFVQVDSNASTSSVFAQSNVTATPTVKLYTFGKESGQVKGADVGELRNAVDTML
FEAYPAHPHARLSKPLKSLDSIPAQPHTYSSTPNLSSLLLKLDSTIAQHPAKSFAEKADLQVIRKVIASNWIPWLEATCV
SKSEKPALGNLPAEASKVAKQISEILPLDSIFPVLDLFRLSVLNESFVTTAFRHPAVADRKDVNGITRLLSLVSDLAYRG
EWSASQRPLLLTAARLLTNLAASAPFVQIIESHENVRSLAQELTTSLLLCPYAGVRSAAATCAFNLALHQHAERADWINQ
DPQAPPMLGSRLGEMWESELASALLQAIINESESDETLYRLVAALTLHIHLSQYWKDSVGPMLQVLDAQNAMSNTLCSQL
VIHSPKKQELSRLLDDLIVLLSSECAG                                                     
>Mver_MVEG_04918                                                                
MPTRVQVYLYDLSQGMARTMSLGLTGRQIDGIWHTSVIIFGREWWFGQGVMNAIPGTTMHGNPVEKIDMGETEIPEEVFM
EFIDNMRETYTADSYHLLDNNCNNFSSDVCNFLVGRFPDYITNLPADFLNTPFGQMMRPMIENMFGPSRVAQNTPPPIQS
APPSLQSQQLLSSISGAASGTVPFMTDLSQLQQSIQNSTAVVVYFTSATCPPCRVVAPIFDEIVLSKGKEIVGIKVDIGI
AQAIGRAFEVRSTPTFMFFLRGTKFSQFSGANQAELRSSIDLLIYSAHPAHPHTLLSLTQYKGLSGTPILFPSLDSIDPI
FAKLKTFLPVAGAENALSEAEVKQLDKIQAWLHKRNTAKKTESAEPSMGELGATWKPLLGKLLNMLPYENQFPALDIVRM
LILHNRVAEVYTKDGNLTIVNLFHNVASKDSEGSKPSALMTLRIACNAFSTPLLGTYVLSSTARDATKQLLVTTLLSPAA
QQRQTAASLAFDISVKVAQSRAQKTDTVTPTVSGGPLEHHLGEDWIVECLSAIGAAIEKEQAEEIIHRLVASVGNFLYQE
ETHAGAVLLSILGLGETLESKIKAHAVKSANVVGLCREVQEMIRTAVAENERSS*                         
>Mver_MVEG_09576                                                                
MPTTTTTTRRTPVYVNVYDMIPSNALTSLGYFIGIGVFHSGVEILDKEFNFGGHEYNFTGVFCVEPRVGPPGVIYKETIL
VGFTTMTDQEINQVIQTLSKEYTGDSYTLLTRNCNHFSSDMAYRLTGSRPPAWINRAAKLGTMFPCMVPQGWVEPPSADD
EEISRDREALLPRT*                                                                 
>Pbla_Phybl2_179289                                                             
MSGEPVKLYLYDLSQGMARQMSMSLTGKQIDGIWHTSVVVYGQEFYYGQGILVSSPGTTHHGQPLQIFDMGETHLPLEVL
VEYIDSQRSVFTADKYHLLDFNCNTFSNDLCQFLTGQSIPSHIIDLPKELLQTPFGKSMLPMIENMFGKSQLVSGPVAPQ
VATSSSSSSSAPAMPSAEAMSLLQGVSSAALSAATPRPEPVQIANSLSTLEKWIKSYDAVVVFFTSATCPPCRVIKPDFE
RLIEEKNPAGGHSLKVVGVIVDTSVAYDAGAVYGIRSTPTFMLFHKAQKFFEFKGADYAELKSSIDLLLFTAYPPHPHRK
IQLRAAIDNPKKPILYNQSSNTAIVFKKLDEFMSQSGVQLNSAQNTALQRAKALMDKSSQNTDFVVSDWKSTVDTLLDHL
PVNQIFPVLDISRCLMVLPNVISFYETDCSQIVRILDLGYQQENVPKATLLMILRLASNLFASHSLVTSQFTSHLPSSHR
GSLTQLLIATLLSQDNLVRQTAASLAFNCSTVVATQRLQKEENDGEPTGTADQEDDDWQVEIVSALTDALSKETDEEIVL
RSLAAISNFLFLVPVDASLPHLLSALDIKSILDSKKEIKSAKVLGLSKDIGNMISQSIQS*                   
>Pbla_Phybl2_13618                                                              
IYHSGVEIHGHEYCFGGHEYEGITGVFVVEAKIGPPGVLFKQSIHMGCTELSDEAIGQVLKDLSKEFIGTSYNLLTRNCN
HFTETLVQRLVKKPAPKWINRAAKLGTMFPCIIPTEWVEPPDLE                                    
>Pbla_Phybl2_13629                                                              
IVFTLGIYHSGLELDDREYCFGGHERIDETGVFVMEPRVGPPNVLYKRSIDMGCTAYTEEEIQDILITLSKDFVGPSYSL
LKRNCNHFSSKLCLLLTGRPAPSWINRAAHLGTFFPCIITDDLVQPPDFDDSSEEENDVHHDHSNVRNNQDHYADDYSYD
NDDNDNDTNNNKNSR                                                                 



>Mcir_Mucci2_106603                                                             
MSEPVKLYVYDLSQGMARSMSRQLTGKQIDGIWHTSVVVFGQEFYFGQGIMTSIPGATQHGRPLEIVDMGETFLPLEVVV
EYIDSLRSVYTAEKYHLLDFNCNTFSNDLCQFLVGKTIPSHISDLPAEFLNTPFGQSILPMIEGMFGQSKLGSSNGTTAA
PQQPSAEAASLLQGISSAATSAAPTTADPVQIANTAAAVDGFISTYKAVIVFFTSASCPPCRMIKPDFENLIREKNGDSE
QIRILGVIMDTSMAPDAAKYGIRATPTFQLFLNGQKYSEFKGANYAELKSQVDILLFEAFPPHPHRKILLRAVVDQPNVP
ILYSTPGKWDMIYAKLNSFLETQSITLDAGQKSVLDQSKALLEKKDTGFNVGQWKLLVDLLLQQLTVDQLFPLFDIYRSL
LLSKTVSDFYVNDPSQIASILEIASNKEAPAKATWLMILRIACNLFANTTLSTTQFTSNLAASHRPQLTQLLVTSLLASD
TQVRQAAASLAYNCSTCIAVERLEKEKGTFSGMAEQEDDDWEVELSSAVMDALIKETDEEIIHRLLAAISKFLFLAPQDT
SSVADLLSALDIQHGEIYAS*                                                           
>Mcir_Mucci2_17317                                                              
GVFHSGVEIGGKEYCFGGHEIPNVTGVFVIEPRIGIPELTLKQTFDMGTTNLTEKEIEDLLLQLSDEFTGPSYNLLSRNC
NHFTEEFVFKLTQKTIPAWINRAAKLGNMFPCVVPWE                                           
>Mcir_Mucci2_155684                                                             
MGYTNLSQQQVDKVLQEISKEYVGTSYKLLTRNCNHFSEDLCKRLTGKQAPGWINRAAKLGTMFPCVIPTEWVEPPDATA
IKSEASGSPSSSSCSSNTPLKKPATSSPPSPAKATLPPKVSTTTTTTPVKMKRLSSPPSSRRPSGSDSIRLVRTPVMEDD
EIDCSSPVKEPDTYRPEVIRSATQLSITAPVEL*                                              
>Rory_312                                                                       
MSEPVKLYVYDLSQGLAKSMSLALTGKQIDGIWHTSVVVYGQEIYYGQGIMTVLPGTTQHGSPLQMIDIGETFLPHDVVI
EAEKYHLLDFNCNTFSNDLCQFLCGKDIPAHITGLPADFINTPFGQSILPMIENMFGQSQLRPSIPAEAAAAAVAPHSEA
VNRILQGEQPTADALSLLQGISSAAMSAAPTEKNPIQEVKSARMMEELVANYQAVVVMFTSPTCGPCQMIKPKFKELVQE
KNNQPAGKIRVLAVLLDMSTALDAQHYNIRGVPTFYFYLNGKKYSEFSGADYAELKSQLDMLLFEAYPPHPHRKVLLKTI
HNQPNVPILYNTNLNKLDVIYDKLYGFLNLTEQEKKTIEDTKLYLNNKRTLDVLSWSQLVDVLLEKLSSDQWFPLLDIFK
SLLLHQEVSQFYTKNPSQLGKILELATKNEASLGRATWIMILRVACNLFSDSTLSTTYFTSHLEGATYRTILTQLLITSL
LSQDSQIRQAAASLAYNCSTNVSIERLKKEEGTWTGMTEQEDDDWQVELLSAVVDALTKEKDEEIYTKKKEGVIKSSQLI
GLSSDICKLIE*                                                                    
>Rory_1976                                                                      
MGYSKLSQKEIEKVISELSDEYMGTSYNLLTRNCNHFSDNLCKRLTGKSIPGWINRAAKLGAMFPCVIPTEWVDPPDAQA
VVATSSSVEPHPAKAETIVAYKKIQSEKDS*                                                 
>Rory_7403                                                                      
MSESAKLYVFIPSEMIAIIHPFHGRTEKYHLLDFNCNTFSNDLCQFLCGKDILAHITGLPADFINNPRLMPLSLLQGISS
AAISAAPTEKNPIQKVKSARMMEALVADYQAVVVMLTSPMCGPCQMIKLKFKELVQEKNKQPAGKIRVLAVLLDMSTALD
AQHYNILRQREIELASSNDSFA*                                                         
>Rory_14764                                                                     
MLGIFHSGVEIGEKEYCFGGHDVPNITGVFVVEPRVGIPELFLKRTIDMGQANLVDKEIEELLLRLSDEFTGPSYNLLNR
NCNHFTERFVYELTQKYTPSWINRAARLGTMFPCVVPWDWIQPPECIDDDEEDEEQEEREPEAPSTPIVNRRPSTVSLLS
NRHALHHSYTEGRSHSQERLLPPLVNFQGIVLPASNETTTPDIHH*                                  
>Amac_AMAG_11025                                                                
MHSVRLLVYDLSQGMARMISMGLTGRQIDAIWHTSVLVYDREWYFGQGIYCTTPGIHHYGRPVQTIDMGTTEIPRDLFDE
YLRDIRPQYTADKYHLLEHNCNTFTNQLCQFLVGRGIPDHILALPRDFLETYATTLFGLRDLVVANTDKSTRFLTSPFGQ
AMRPMIDAFFSSPHQPVNQFPMPVAVPGVTPAPLGAAGAQETRVEPTVAAPAMPAFKREFETPLQWIGGEGSKELDEREL
PRLKRILKSEDIEAVSTALDALNPFVVQETYAPKVRLELLASLKHHISQSMHTHVAFLPSALRVLINVTSHVSSGDAWLR
TRSACRTALTAMVVGGLLHESEPDTVHLALAVAFNIARLRFLEAQRGTTVLWDADGSDEEWAVELVGALAHVATTAPEEW
ATTVLGAGVRPMERTVGESLFYAVAGLLYTAPPAIVELLAALECTPRIEGEGVEVTVVPRVFAAVPLEVVREAESLFHA*
>Amac_AMAG_11635                                                                
MHPVRLLVYDLSQGMARMISMGLTGRQIDAIWHTSVLVYDREWYFGQGIYCTTPGVHHYGRPVQTIDMGTTEIPRDLFDE
YLREIREQYTADKYHLLDHNCNTFTNQICQFLVGRGIPDHILGLPRDFLDTPFGQAMRPMIDAFFSSPHQPVNQFPMPMA
VSGVTPAPPAAAASVPPTRVEPTREVAAPAMPTITREFETPLQWISGEQSAESDEREFTRLKRILKSEDIEAVSTALDAL
NDFVVHESYAPKVRLELLASLKHHIAQSMHTHVAFLPSALRVLINVTSHASSGDAWLRTRSACRTALTAMVVGGLLHESE
PDTVHLALAVAFNIARLRFREAQRGTTVIWDADGSDEEWAVELVGALAHVATTAPEEWARTVLGAGVTPTGRTVGECLFY
AVAGLLYAAPPAIVELLAALECTPQIEGEGTEVTVVPRVFAAVPLEVVREVEPLFHV*                      
>Spun_SPPG_01426                                                                
MEEEGAPVQLYVYDLSQGMARMLSMNLVGRLIEGIWHTSVVVYGTEHYFGQGVMESMPGRTHHGVPLQVIDMGRTHIPRD
MFLEYLDGMKKHWTADKYHLLDNNCNNFSNELCNFLIGKNIPSHITALPAEFVNTPFGQSLLPVLENMFGPSQLARSANA
AANAATAASPGLSPSLASLVGNVAAAAQSAPPSKTALQSAYNVAQLDSILASHRCVAIDFTSMSCGPCRVISPEFERLIE
SYNREYRQTGMGAGARVDGNKIVGVKVDVGLSRDIAQKYQITATPTFKFFLDGNEISQFKGANVQELTNSIELLLYSAYP
PHPHTKQRTPILDSLPNSPILFAQSTQLNSIFNKLETFMREQSITDKQSQLDALKTALQAKHEKGQSGALHLPNGWKELL
DVLLQRIPTEQLFPVLDILRLLILDEAIRDFYVKNDPESTVMNVLYRFGGQQAQPETVPKAVRVMVLRLACNHFTSPTSI
AQLLSLSQTLAPHATPFRSVTTALLIDSLLSPDAAVRQCAASLAFNISIEEAKSRQSHAGVESGREDEGIHEEWVSELVA
AIAKAFEDEEEDEIVLRLLTAIAHLLRFATPSIQQLATVIGVGTAVTQKRATREEQLRNLRTKGATGDAQIKKDLEKKEK
IVGLAKEVVELL*                                                                   
>Ecun_XP_955623                                                                 
MEKHNVILRVYSLGDEVLKRFITSSLGKSEACIWHTSIEVYGTEYFFQNGIMKARPGSTIYGTPLKIHDLGATDIPEVVF



EDFLFSIAEDFAPHKYHLLKNNCNNFTNTLALYLVEKSIPEYIFELQNAALESESVSSMVDMLFGAPGQT          
>Npar_EIJ88286                                                                  
MASVQLWVYNIGNDAALEMIRAALGVKIEGIWHTSLYVYEKEYYFMSGIRKDLPGTSPFGAPVKKIDLGDTEVTEKEFAE
YLEVINDLYTEGTYHIIRHNCNHFTNEISLRLVNKQVPAYIMDVAKLFEDTPFEVFLSGITPGIQ               
>Ttra_AMSG_00016                                                                
MHGMHHTLTNHEKQVVLNVYDMVWLNEYTAWAGVGVFHSGLVIDDTEYAYGGHEFESSGIFTVSPGTAPGCELRTSILLG
ATRLDNTEIRRLVDDMGREFLGSEYNLLSRNCNHFADAFARRLIGQGIPGWVNRLATIGTWFPCLLPASLVPPTPESAGV
DGGFVAFAGEGRALRAGGSDAPAPSASGGAASSAADADERALMRERAAAAAAKRWGAS*                     
>Ttra_AMSG_02049                                                                
MASLVELEAKVAELKAEVAAAQARGDMEAVAAAAAAYTQLSVEIEEASVREAAAGSSKKAEREQTEANARTKAQAGEQVV
LHVYDLAAGALPAANRAASLVGLGAYHGGIEVYGAEVYFTFDAGIVTCAPGGNTAHVYNSAAVLGETMLSRRKVKAVISQ
MRRDGWIADNYDLLNRNCLHFARAFVEALGLPGDAVPAKLNRLAGIGSKLDAAARAVAGTSLSFLRAATSFASSSAATSS
GGYTPPEASG*                                                                     
>Ttra_AMSG_02920                                                                
MDTQQHRVALHVYDLSNGLAARVSEALCGFLVEGIWHTGIVVYNKEYFYGNGIQAMHPSQTPYGDPVKVHQLGFTSIQEP
LFLEFVHEFLLGSAAAVPEYITSLPGDIMATPLGEMIRPMIDRMMPATAATATMLALKEAGLRAITRRSQLVNLRAEPTD
LVVASTITNEDIARMSQVVLPALADLAAAPGVDIVTRIVRALTGHDCSDPTARLVLDDSAAELMTAFTSLLPHAPESIWF
ALIDMLRHTAGTIAGFATVVIQLPSSPLFDLIQLVLSTYSFTRNALALRHLRSARLALAVLVRDVLAAVPLAISRKARRT
ALHDFSVIAPFISQLIADAHDPLRLAGADILVNYAVVTTLFRPSSDVTPTLVALAEENAIEIMKLAMSSFHVETHDDIAL
RRLLAFGRAAILSPRATSMASSLASIGHFDAVRTISDRAAPNPVKIVANELLFIGL*                       
>Ttra_AMSG_03393                                                                
MSSRRSRSRQKGSSRSQSKDARSASKKSSSRSRRASTRAGGAQARARLADDEYPAPPQPSAISNKDVFLNVYDLSHEPAV
AALNSLFQIDLRPPSRGRRSSGSGRGRERQASMSARVYWSGKASKSLGGAFHAGIEVRGKEWSFGRADPDSDIPPSATGV
FAVEPRLHPMHRYRCTVYLGQTSAGWLRVRRLISQLKDEFCCGDYHLLRNNCVDFCAAAAAALGVAPPPEWVNRWAKTAL
RAMDSSPEAKAAALASLGIGLGAVAVAAASWLNRALGSSDTATSSSTTTATMTTSASTASESWSS*              
>Ttra_AMSG_09915                                                                
MSSGASVRLHVYDLSGGMAMAMSQSFIGKRIDGIWHTGIVVYGNEYYYGGGLQVAPAGVTPYGNPVKVEELGRTSKSKAE
FEAFLAQLAPSFTPASYHLLDNNCNHFTDAASRWLTGNPIPAYVRELPSEFLSTPLGQMMRPVIDSMMGGMGGALGESVN
SVSSAVPVASATADSASSSESSIAPTPRYRLASDTSFVTFASFNAGGVTKHIRSQLEKDQHAALAEMVAATCGSVDALCE
WIADLKADPEAAGSAQLAGSAFDALLNLALMGLEGKDAFAVLDVLRIAVLRPRLAQHLLADKDDARLASLWALAQPDSAV
RHVRIMVFRLVANVLSMPRAGAYLRATNERATALVSLLLAHTTDEVEAAVRTPAIAAVHNLAMIADTAELSDTYLQLVAG
LTERLLHIDLALVTDLLDLYRLAKALAHLVVEAPHGTTLVQQLGLPASPWLAAAQNPPGAPPPPGSPAALISELARELAA
ILA*                                                                            
>Ddis_XP_629414                                                                 
MSQKVQLHVYDLSRGMAKTFSLPLLGRRIDAIYHTSIVVYGTEWYFGGGILRDIPFQTPHGQPFEILELGETEIPKELFE
EFLSGQTDRFRMDKYHLLENNCNHFTNECSNFLLGVGIPSHIVDLPNEVMSTPFGAMLQPMINNFFSQQGWGNTMGPVNQ
QQQQQLPTTATTTNTTTTTTTNTTTTIINNNNKVENHPKSNITHRHYKNSNKIQLILNSKSVLFEKSDVEAVFNKLKEFA
NKEFKGKENEQLLITQYEKESNQLKQIMKSVDVDTPISIETLKYFDGLLSTFSDDHQFPLLEILRMLLLKNQSNQYYTNQ
SNPIISNILLKIQSKKLSKPSELLSFRVINNCFFSKSGINYLFNGNGNDNNNDNLNIVIESTIDALHSMDKILKRAVSTL
AYNLSIHLSIDNSNHQEQAISLLGAIEHILSESDFSNEDPEISFRLLMALGTLIYCNDDLVEILKTLDFDFNKYLNSKEL
KISQLIKEIQSLLI                                                                  
>Ddis_XP_640431                                                                 
MNLKPINNRGPNITKVYLNIYDLHPINNFGHCLGVGLFHSAVEINGNEIGFSGHEWSFSGVYEIKPKTATGVVFRESLYM
GDVTLSERQIQSLIDNIAEEFPGKSYHPLKKNCNTFSNELIKRLLNREIPNYINRLAFIGTFFSCLLPKSFGFIPQESAS
NSVDSKGKSSNNSSSSTTIPFSGKGHSLADDSGPKPIYIPDDNYNKDGSSRLNFYGSDNDTSSSSASGSNTNSPIISNEN
EDERRKRILLAANKRYMQNNDSNNSNNNIESSSSSNTNTEFPSSSDSSSSSSGTPPTSSDSLSPTISSPLISGK      
>Ppal_EFA85142_1                                                                
MNIKKKEVTPEKIYLNVYDLHPVNSYFYYFGLGAFHSGVELYGSEYSFGGHEYSFTGVFEIEPRTATGVIFRERLLIGET
TKSRSQVQSIVDAISDEFTGNSYHPLQRNCNSFSQEFVYRLTGKNIPNYINRLAYIGNFFSCLIPNLSLNTPSASSQQQQ
QQQQRIGGTGSPSSGSSGSNNSSNINSPHFPGQGYTLSNLPTPPPLELSSDDDDDEDDETSTLKRSTSSSEKESSLSMSL
SSSSSNSSDNSSNSSGNSELEERRKKMLLAASKRQHQDDKEKLLTSPTSLSSSLSSTNQNS                   
>Ppal_EFA81212_1                                                                
MTEPVVLYVYDLSNGLAKQLSMAFIGKQIDHIYHTSIVVYGREYFFGGGIQSLPPGMTPYGAPIEKVELGKTNVPREVFV
DYLDGLKQRFGMANYHLLDNNCNHFTNQLSQFLLNVDIPKKITDLPAEFLNTPLGMMLQPMINGFFNQNNNAMNSNAMGN
PLLNMMNNNNNNMMSPFSMFNGGGGGFGGAVNQPTTTSSTTTTSSTIHPKSDYRHVHSKIISKIPLIMNYKAVLFEKGDI
EPVATKLTEFVKNVPAIDFEEYQKKIQTIQPILKSNDTNIAIPIDLIKYFGKLIEIENLTNQLPETNIFPVLELIRFLML
KKQSFEYFTNTSNPFISIFINRILISNLSKSSELIAYRLIANCFSSKQGIDYLLKSHLDATIECTTKGLHSNDKVLKRAV
STVAYNLSIFLNPKQHDDQIISLVSAIQHTLDSNPLSEDPEIDFRLLMALGTLVYCSDSATDIVSSLELNYDKYNQSVEK
NQNLIKEIKLLLSTN                                                                 
>Ppal_EFA77984_1                                                                
MSEIVSFYVHDLSRGLATNFLKQNGVDLQGLYHTSIAVFNKEYFFGQGVKSAEAGKTEYGSENLSEKIVLGRTKKTEEEF
TQFLNGLSASKYPVGSHDAFENNCNHFCNDLTQYLLNGKKIPDRIGKYTDKIKGSPFEPVFRSMFKQYVL          



>Ehis_9_m00363                                                                  
MKQVPKGEEVILHVYDLMDNTYLYPVGMGAYHSGVCIFGREYSFSDGGIFDTRPKDVEAPFRTSINMGMFRGSYKDFQYV
VDSLRSEFAPGTYNLYNKNCNCFSNALCLKLVQQPIPTWVNRMAWYGSQFEKFFGAGPQTQQTSPIQQTPTNHSTSQIQS
SGHKLSETPSSLPSDPKERRQMIIEQYKKTVTK                                               
>Acas_g2164                                                                     
MGMARQFSGQFLGKQIDGIWHTAVVVFGREWFFGGGGIYDLEPGQTPYGTPVQTIDMGITSIPRELFIEMLADLRPRYNM
TSYDLIKNNCNNFTNDVVTFLTGRPIPPXATPDVSSMLGALNGMGGSETTIPVTAHHKHDRVSLAHLRHNQPVVLNIGAE
NAPKIVSKLLEFADLQGVAISTEEKAMLEILQAKLKDRKEDIASITLPKLHETCALLDRLAAALPVERLLPVLDLLRLCV
LIPSVNSHYAAQQALVQQLFTQYVTDRSTDVPRGVLLMVYRLAANMFAHKAGADALVSPSLLQATTDVISDSVLSTDEAC
RLAGSTLAYNYSLHLPTGSSDQVTQPQRAGEECDYRMLMALGHFLFKNDDACELVGMLGLDLAPFRQSSSSKIAAVAREV
TSLLS                                                                           
>Acas_g6143                                                                     
MEWTGGRRGSSGAVTVYLNVYDLVPNNWGHSFGLGLYHTGVEIMGQEFSFYGGEQGAGGGGIIATVPRTVPPPAKYRESI
EMGQIRLSSSELRAVINNLAKEFTNDNYHMTGKNCNSFSDALCVALLDKHIPGWINRAATLAGPLVGGWLGPTTPAAPVP
PAPKAFDGQGYTLSGSSTTATTPAPPPKEASAITYTIKLDDEQPVTALQFRLHDGSRAQASFNHSHTVGDVRQYIDNITS
VRAYDLCTSFPKTVLADPGQTLAEAGLLNAVIIQQLK                                           
>Atha_AT2G25190                                                                 
MLCFKGSVKRKKQSGSVPVYLNVYDLTPMNAYGYWLGLGVFHSGVEVHGVEYAFGAHESSSTGIFEVEPKKCPGFTFRKS
ILVGKTDLVAKEVRVFMEKLAEEYQGNKYHLITRNCNHFCNEVCLKLAQKSIPRWVNRLARLGVLCNCVLPPRLNEAKVR
RVGKGELSESEKKKLRNRSRSDPLLSSSPSSSTPDNHRSHIRAKSSGNHPSSSSSSSSGSKKNRRPKAQDQKSPSVSIKT
*                                                                               
>Atha_AT4G17486                                                                 
MWVPTLSSSSCSSDERDESSGEAALTPVYLNVYDLTPVNNYLYWFGIGIFHSGIEAHNLEYCYGAHEYPTSGVYEVEPRN
CPGFIFRRSVLLGTTSMSRSDFRSYMEKLSRKYHGDTYHLIAKNCNHFTEEVCLQLTGKPIPGWINRLARVGSFCNCLLP
ESIQLTAVSALPERLEFSDEDESNSEASSVSDEEGSEQHLINVADREIVYLQNKPVRLTREEIP*               
>Atha_AT4G25660                                                                 
MAEVVLHIYDVTNSGSEKTNNTIVQINRFFKDGIGLGGIFHSAIQVYGNDEWSYGYCEQGTGVFSCPSGKNPMYTYREKI
VLGKTDCTIFMVNQILRELSREWPGHTYDLLSKNCNHFCDVLCDRLGVPKIPGWVNRFAHAGDTALEVAGNTAMRVKQAK
TELVSASKVAYRFLSNVTSNITNGSNGSSGSPQRPGTLNNSDNGSFRLQGSWLKGILNTAKPSTSTEIGNKEEDTNHTIT
NQKKQNRDSDVLLFQ*                                                                
>Atha_AT4G25680                                                                 
MTEVVLHIYDVTNSGSEKTNNTIVQINRFFKDGIGLGGIFHSAIQVYGNDEWSYGYCELGTGVFSCPSGKNPMYTYREKI
VLGKTDCTIFMVNQMLRELSREWPGHTYDLLSKNCNHFCDVLCDRLGVPKIPGWVNRFANAGDTALEVAGNTAMRMKQAK
TELVSASKVAYRFLSNVTSNVTNGSNGSPQRPGTLNNSDSGNLRLQGSWLKGLLNTAKPSTSTEIGNKDEDANHAVTNQK
KQSRDSDVLLFQ*                                                                   
>Atha_AT4G31980                                                                 
MFCRNVSVRRKKNSGTVPVYLNVYDLTPMNVYGYWLGIGIYHSGLEVHGVEYGYGAHEKSSSGIFEVEPKKCPGFTFRKS
ILVGETEMKAKEVRSFMEKLSEEYQGNKYHLITRNCNHFCNHVSLKLTHKSIPSWVNRLARLGFLCNCVLPACLNETKVK
RVGKDGKLLLEGENTKKKKRKKKIRRSRSGPLSSSSSNARLDNTPTHNRSISTGNPPLSASPSCPLRPRLPSVASGAEDQ
NPPSRYLNASFCSEVQCHRLCFAYERMNQNEGDALVDSIKAKLAFLSSLSTKCCIYKVPNKLRRLNPDAYTPRLVSFGPL
HRGKEELQAMEDQKYRYLLSFIPRTNSSLEDLVRLARTWEQNARSCYAEDVKLHSDEFVEMLVVDGSFLVELLLRSHYPR
LRGENDRIFGNSMMITDVCRDMILIENQLPFFVVKEIFLLLLNYYQQGTPSIIQLAQRHFSYFLSRIDDEKFITEPEHFV
DLLRSCYLPQFPIKLEYTTVKVDNAPEATELHTAGVRFKPAETSSCLLDISFADGVLKIPTIVVDDLTESLYKNIIGFEQ
CRCSNKNFLDYIMLLGCFIKSPTDADLLIHSGIIVNYLGNSVDVSNLFNSISKEVIYDRRFYFSMLSENLQAYCNTPWNR
WKAILRRDYFHNPWAVASVFAALLLLLLTFIQSVCSILAL*                                       
>Atha_AT1G47740                                                                 
MLNGKEEPKQKKGWSESLLEFRSGFGEKMKVVSKKRWKSLGPLHLKSKSVARFCFFSKLKSNNHGPGRAPVYLNVYDLTP
INGYIYWAGLGIFHSGVEVHGVEYAFGAHDYATSGVFEVEPRQCPGFKFKKSIFIGTTNLNPTQVREFMEDMACSYYGNM
YHLIVKNCNHFCQDVCYKLTGKKIPKWVNRLAQIGSVCSCILPESLKITAVCHDPDGQIPEEENEKRSLRSSFSCLSSIS
MRQKQLSTSSLFLQSPLRGCLPPWQLKRSKSNSSSLKER*                                        
>Atha_AT1G80690                                                                 
MLCRKNSSLVDRGNVPVYLNVYDLTPINGYAYWLGLGVYHSGVEVHGIEYAYGAHEYPSTGIFEGEPKQCEGFTFRKSIL
IGKTDLGPLEVRATMEQLADNYKGSSYNLITKNCNHFCDETCIKLTGNPIPSWVNRLARIGFMCNCVLPATINATRFGNN
RVNQDKSCEAENEKKKLTSVSSRERSTIATPSSSSSSPSVQVRGRSRKRRPRALQPSSPLTLGSSSV*            
>Atha_AT3G07090                                                                 
MAEEAHKVTLNVYDLSQGLARQLSQSLLGKVIEGVWHTGIVVYGNEYFFGGGIQHLPVGRTPYGTPIRTIELGLSHVPKD
VFEMYLEEISPRYTAESYNLLTHNCNNFSNEVAQFLVGKGIPDYILQLPNDVLNSPMGGLIMPMLQGLETTLKAGAVPQV
PQFRPQPQPFGAFSKDDGPQIVIAPKLEAAETSTATEKVPPVIQPSASKEKVKDDPLGDARAKIQEEITSEFAALMAQGT
LRASEAAAMATKRVMQKYGHLNVNA*                                                      
>Atha_AT5G25170                                                                 
MLCRMVVVTGRKKKPGSVPVYLNVYDLTPINGYAYWLGLGIYHSGVEVHGVEYGFGAHDHSTTGIFEVEPKQCPGFTFRK
SILIGRTDLDPENVRVFMEKLAEEYSGNSYHLITKNCNHFCNDVCVQLTRRSIPSWVNRLARFGLFCNCVLPAELNETKV



RQVRSKEEKIPEVEKKKLRSRSSRFPPGPSLSSSGSLNRSRRGERRRQCLPPSPTVSV*                     
>Atha_AT5G47310                                                                 
MRVLGLSSSLCSGEDKEEEEINGEGSLTPVYLNVYDLTPVNNYLYWFGLGIFHSGIEAHGFEYGYGAHEYSSSGVFEVEP
RSCPGFIFRRSVLLGTTSMSRSDFRSFMEKLSRKYHGDTYHLIAKNCNHFTEEVCLQVTGKPIPGWINRMARVGSFCNCI
LPESIQLSSVNHPEALEFSDDNDGSEESVASSVSYETDGEGSDHHLITAPNSDIAYLQDRPVRLARELLQEPTDDTSPQY
LLKRS*                                                                          
>Mgut_mgv1a013313m                                                              
MRLFPVSSSLDSSPTEQNNTEKSQAMLYLNVYDLTPVNNYLYWFGLGIYHSGIEVHGLEYGFGAHEYPTSGVFEVEPRSC
PGFIFRRSILLGSTEMSRSELRSFMEHLSNSYHGDTYHLISKNCNHFTDEVCERLTGKPIPGWVNRLARVGSFCNCLLPE
SIQATTVRHHPENQMYSEDGSDSGESSVIGESEGEDLDHHLITTPNSDVAFLKDKPVRLAKDVL*               
>Mgut_mgv1a012328m                                                              
MKSKLKNGWRSIMPLHTQGELAARFCVFPKINKSASCSSPGKTPVYLNVYDLTTVNGYFYWAGVGVFHSGIEVHGSEYAF
GAHDYPTSGVFEVEPRQCPGFNFRKSIFIGTTNLDQNQIREFMEDQSANYHGDTYHLVVKNCNHFCEDMCYKLTGKRIPK
WVNRLARIGSFCNCILPEALKTNTSNYRESDCEKKSLRGSSLRCFSSISMHQKERENEDEEEVSISSLFLHSHYKGCLPN
WDLKKFRSKSVKEG*                                                                 
>Mgut_mgv1a012349m                                                              
MTVGSSKKKKSCWKSIVPLSFTEKSARRFCLFSKVKSDSDSAKSAPVFLNVYDLTTINGYVYWAGLGIFHSGVEVHGVEY
AFGAHDYSSSGVFEVEPRQCPGFKFRKSIFIGTTSMDPTQVREFMERQAAFYNGDTYHLIVKNCNHFCKDICYKLTGKRI
PKWVNRLAKLGSMFNCVMPEALKITAVQQHDPKTQPYNDSEKTRLRSTFSCLSSISYRQKQLSTSSLLLQSPLKGCLMPW
ELKRSANGSLKER*                                                                  
>Mgut_mgv1a014375m                                                              
MTVGSSKKKKSCWKSIVPLSFTEKSARRFCLFSKVKSDSDSAKSAPVFLNVYDLTTINGYVYWAGLGIFHSGVEVHGVEY
AFGAHDYSSSGVFEVEPRQCPGFKFRKSIFIGTTSMDPTQVREFMERQAAFYNGDTYHLIVKNCNHFCKDICYKLTGKRI
PKWVNRLAKLGIFFSPHILFLVIPIIPLSPS*                                                
>Mgut_mgv1a012018m                                                              
MAEDGYKVLLNVYDLSQGLARQLSTTFLGKAIEAIWHTGVVVYGHEYYFGGGIQSAPVGTTPYGTPLRVVDLGLTHVPKD
VFEMYLQEIGPRYTAETYSLMTHNCNNFSNEVAQFLVGASIPDYILNLPNEVMNSPMGPLMLPMIQQLETTLRAGAVPQA
PQFRPSVAAQSAQTVKSAVTHNAAESTKKKDEDVDRKSKTESPKKTSNAVPLDPLGDARSKVQEEISSEFAAIMATGTLR
ASEAAALATKRVMQRYGHMNTAQI*                                                       
>Mgut_mgv1a012735m                                                              
MMEVILHVYDVTNSGNEKTNNTIMQINKIFKDGISLGGIFHSAVQVYGDDEWSFGYCEQGTGVFSCPSTKNPMYTYRESI
KLGQTSFSIFKVNQILRELSREWPGHSYDLLSKNCNHFCDEFCERLGVPKLPGWVNRFANIGDTATEIAGNTAYRFRQAK
TEIVTASKVAYRFLAGVASNNSIVAPESPGNSTRGSPRFQGSWFKNLISAGAKPSGSSELENGDEEMLRQQQRREHSLRD
I*                                                                              
>Mgut_mgv1a013824m                                                              
MLSRIMGRKKKTGTVPVYLNVYDLTPINGYAYWLGLGIYHSGVQVHGIEYAFGAHEHSATGIFEVEPKHCPGFTFRKSIL
IGRSDLGLNEVSEFMEKLAEEYSGNTYNLITRNCNHFCNDVCLRLTGKPIPRWVNRLARLGLFCNCVLPAGLNETKVRHV
RAEDNKTAEKKRLTSHSSRSMSASNLQHISTRDRRQQKSRHSSSLQSSS*                              
>Mgut_mgv1a024619m                                                              
MLCRKNFVTKKPGSVPVHLNVYDLTPINGYAYWLGLGVYHSGIQVHGVEYAFGAHDYPTTGIFEGEPKQCEGFTFRKSIL
IGWTDLSCGDVRKVMEGLADKYRGDAYNLITKNCNHFCHDASVKLTGFPIPSWVNRLARIGLLCHCIIPANLNSTKVGHH
NKIEDKACEQVVEKKKLRSRSNRSSNSSSNSSKSSSCSPPLAATISNSRSRSSLPQSSHLILDSAAN*            
>Acoe_010_00424                                                                 
MKVGAKKGWKSIVPLRLKGKSATRFCIFSKVRSAGLTPGNSPVYLNVYDLTPMNGYVYWAGLGIFHSGVEVHGVEYAFGA
HDYSTSGVFEVEPRQCPGYKFRKSIFMGTTCMDPVQVREFMERLSANYNGDTYHLIAKNCNHFCKDICYRLTGNSIPKWV
NRLAKIGSVCNCLLPEGLKVSAVDHDPNYQAYDSEKRSLTSAFNCLSSISLRQKQLSTSSLYLHTPLKGCLPPWELRRSS
NGSLKGRMKVGAKKGWKSIVPLRLKGKSATRFCIFSKVRSAGLTPGNSPVYLNVYDLTPMNGYVYWAGLGIFHSGVEVHG
VEYAFGAHDYSTSGVFEVEPRQCPGYKFRKSIFMGTTCMDPVQVREFMERLSANYNGDTYHLIAKNCNHFCKDICYRLTG
NSIPKWVNRLAKIVCNCLLPEGLKVSAVDHDPNYQAYDSEKRSLTSAFNCLSSISLRQKQLSTSSLYLHTPLKGCLPPWE
LRRSSNGSLKGR                                                                    
>Acoe_016_00158                                                                 
MKNFEEFSSKLKEKMFCNVIAGKRKTGTYPVYLNVYDLTSINGYAYWLGLGVYHSGVQVHEIEYAFGAHDYPTTGIFEGE
PKQCPGFTYRKSILIGRTDLCPKEVREFMEKLAEEYTGNTYNLITKNCNHFCNDVCVRMTGKAIPSWVNRLAKLGLLCTC
VLPMELQEAKVRHRKPDSKVEGGSTERKKLRSRSSRFVSASTSCSSTPSSTDSTKLRNSSSTSSRQRRASSPACYLLRHL
QIYKFNGWMKNFEEFSSKLKEKMFCNVIAGKRKTGTYPVYLNVYDLTSINGYAYWLGLGVYHSGVQGIFEGEPKQCPGFT
YRKSILIGRTDLCPKEVREFMEKLAEEYTGNTYNLITKNCNHFCNDVCVRMTGKAIPSWVNRLAKLGLLCTCVLPMELQE
AKVRHRKPDSKVEGGSTERKKLRSRSSRFVSASTSCSSTPSSTDSTKLRNSSSTSSRQRRASSPACYLLRHLQIYKFNGW
>Acoe_020_00163                                                                 
MNSTSEDSDGSYKTQVLLNVYDLTPLNNYVYWFGFGIFHSGIEVHGMEYGYGAHEYPASGVFEVEPRSCPGFMYRCSILL
GHTTMPPLEFRAFLENMATEYHGDTYHLISKNCNHFTDDVATRLTGKAIPGWINRLARLGALCSCLLPESLQVSAVKQLP
EYHDCSEEDGYESHSATTPYEPTESDDADQDKHLLSPSAGGGEVTFIKEAQRMNSTSEDSDGSYKTQVLLNVYDLTPLNN
YVYWFGFGIFHSGIEVHGMEYGYGAHEYPASGVFEVEPRSCPGFMYRCSILLGHTTMPPLEFRAFLENMATEYHGDTYHL



ISKNCNHFTDDVATRLTGKAIPGWINRLARLGRCLVQLPPS                                       
>Acoe_034_00117                                                                 
MAEDGHKVSLNVYDLSQGLARQLSTTFLGKTIEGIWHTGVVVYGNEYYFGGGIQHAPIGTTPYGNPIRSVDLGFTHVPKE
LFEEYLQEISPRYTAETYNLLKHNCNNFSNEVAQFLVGTDIPDYILQLPNEVLNSPMGPLILPMIQQLETTLRSGAVPQA
PQFRPTSLTQPPPFMSTTVNVNSDKATSNSNTTSSRETQVSSDSVDKKATATKSTEGTPKKVVAGDPLGNARSKIQEEIG
REFAAIMASGTVRASEAATMATRKVMERYGQLNGAVKQN                                         
>Acoe_038_00088                                                                 
MTEVVLHIYDVTNSGSDKTNNTIVQINKIFKDGIGLGGIFHSAVQVYGDEEWSFGFCEHGSGVFSCPPSKNPMYTYRERM
VLGKTNCSIFNVNQILRELSREWPGSSYDLLSKNCNHFCDEFCERLGVPKLPGWVNRFANAGDAAMEVAGTTALRLRQAK
AEVVSASKVAYRFLSGVSSNTANSIGSSESPGNASRGNPRIQATWFKNLMSIGNKPSSSELENEVEDKTLQDPPRHPREN
TLHSV                                                                           
>Acoe_067_00016                                                                 
MRFLPSLPFTREQSNGGSNRTHVFLNVYDLTPINNYLYWFGFGIFHSGIEVHGMEYAFGAHEYSTSGVFEVEPKSCPGFI
FRRSVPLGSTTMSRSEFRTFMEHLSRRYHGDTYHLIAKNCNHFTDDVCTRLTGKHIPGWVNRLARLVSGSFCNCLLPESI
QVTTAIRHLPDHTVFSDGSESLASSAEESEDDGSDHHLLTIPNNDILFLKDKPVRLARELMMRFLPSLPFTREQSNGGSN
RTHVFLNVYDLTPINNYLYWFGFGIFHSGIEVHGMEYAFGAHEYSTSGVFEVEPKSCPGFIFRRSVPLGSTTMSRSEFRT
FMEHLSRRYHGDTYHLIAKNCNHFTDDVCTRLTGKHIPGWVNRLARLGSFCNCLLPESIQVTTAIRHLPDHTVFSDGSES
LASSAEESEDDGSDHHLLTIPNNDILFLKDKPVRLARELMMYYDASIHGMEYAFGAHEYSTSGVFEVEPKSCPGFIFRRS
VPLGSTTMSRSEFRTFMEHLSRRYHGDTYHLIAKNCNHFTDDVCTRLTGKHIPGWVNRLARLVSGSFCNCLLPESIQVTT
AIRHLPDHTVFSDGSESLASSAEESEDDGSDHHLLTIPNNDILFLKDKPVRLARELMMYYDASIHGMEYAFGAHEYSTSG
VFEVEPKSCPGFIFRRSVPLGSTTMSRSEFRTFMEHLSRRYHGDTYHLIAKNCNHFTDDVCTRLTGKHIPGWVNRLARLG
SFCNCLLPESIQVTTAIRHLPDHTVFSDGSESLASSAEESEDDGSDHHLLTIPNNDILFLKDKPVRLARELM        
>Bdis_1g37890                                                                   
MGGAVSVSAEAAGEYPVVLNVYDLTPLNNYVHWCGLGIFHSAVEVHGLEYSFGAHDHPTSGVFEVEPKSCPGFLYRSTIF
IGRTTLHPLEFREFIQRMASEYHGDTYHLISKNCNHFTDDLSTRLTGKPIPGWVNRLAKLGAFCNCLLPESMRLESTETK
NLADCHFSDGSTTTSNEQLEYDDLEDKHLLSQSSLGHDAIVKEVHRL*                                
>Bdis_1g47440                                                                   
MASSASSSSSSYSSAGSISTPRPPRHPHGAAAASSSSSSTSSSSPVFLNVYDVTPANGYARWLGLGVYHSGVQVHGVEYA
YGAHEGNGSGIFEVLPRRCPGYAFRESVLVGTTELTRAQVRAVMAGELAAEFPGDAYNLVSRNCNHFCDAACRRLVAQAR
IPRWVNRLAKIGVVFTCVIPSGNGKQQQARRRNKGEPSARARSRSARQAADAAAPPRARTFFRSLSVGGGTKNVTPTPTP
PLDPVLTSTSSVST*                                                                 
>Bdis_1g52070                                                                   
MTLQLQRSAVVSGKAPEMQQEVVAHVYDVACSGAEGGGATVLHINRIFKDGIGLGGIFHTAIQVYGDEEWSFGYCEQGSG
VFSCPPCKNPMYTFRESIVLGKTSCTMFTVNQILRELSWEWPGGSYELLSRNCNHFCNEFCDKLDVPKLPGWVNRFANAG
DAALEAAETTAVKLKQAKKEIFTACKAASTYLTGAPSGTPPNAEDTSGSASNTLFEGTWIRSIIGISMKPSRSLMNDASS
SSSDESSDDESESDGKQPDSGQAEDQKDGTQEHNMESENGPQNHP*                                  
>Bdis_1g71290                                                                   
MKLRTKRPGWKSLVPLQLSRKSAMRFFLFPKVQASGQSPNDTPVYLNVYDLTPMNGYIYWAGLGIFHSGIEVHGVEYAFG
AHDYPTSGVFEVEPRQCPGFRFRKSICLGTTCLDPIQVRQFMELQSVNYNGDTYHLIMKNCNHFCKDMCYKLTGNKIPKW
VNRLARIGAICNCLLPESLKISPVGHDPNSQPEDSEKRRLRNPLSCFSSISSQRQLPPSSPFPPSPVKERLPSCSSRKSS
TTSLKNR*                                                                        
>Bdis_1g78570                                                                   
MRVLPAFTAAASAPPPPAPPPPPPPPPTAPAIKVYLNIYDISPINNYLYWFGLGIFHSGVEVHGMEFGYGAHEYPTSGVF
QVEPKSCPGFIFRRSVCVGTTNMSCSEVRTFLEDLAEDYHGDTYHLIVKNCNHFTADVCKRLTGKPTPGWVNRLARLGSV
CNCVLPENIKVSAIRDETAHAEFSDDGLESNASIVDDSDMDDLDHLLTTPNSDVVPTKDKTLTPGRDSL*          
>Bdis_3g28530                                                                   
MAKRRGSRFAFPGCGCFGGAKTVEADDEHPVKLHAYDLSQRMAPQLSTTTLDKPLQAVWHTGVVVYGKEYYFGEGIQQDR
PGRTPYGIPVRVEDFRVTHVAEKDFEHFLQEIRPRYTQTTCNLLSNNCNSFSNEALKFLVGSTVPNYIFDMPKQAMNSPI
GMLMLPMIQGLETTLRSGSSPQPPQFAPAPAVEKQAQPSTDNVQMKSRSTNADKTGADKTADNDGEIIPPTAAVQKQPST
NDIQIQSRSITTDKTSADKTADDDREIIPPAAVVQSSSTNGIQIQSMSNVADRTGADRTVHSDSEIIPPAKTAQTQPSMN
DIQIQSKPIVADRMGADKMADDDSKNILPAVQPAPTAAPQMQPSSNNVQIKTTDDGSGIINPPTVKPATPAAEVAQVRAT
LATSPDPLREARNRAQEEIKREFAAIMATGTAQASEAAALATRRVMERYGLRHAATKRGG*                   
>Bdis_3g32010                                                                   
MKEVVLHVYDVTNSDSEKTNNTILQINRIFKDRIGLGGIFHSAVQVYGEEEWSFGFCENGSGVFSCPISKNPMYTYRERI
VLGETECTIATVNRILRELSREWPGHSYDLLSRNCNHFCDVLCDRLGVPKLPGWVNRFANAGDTAVVVAENTAVKFRQAK
TEIVNASRVAYRFMAGLTSKNQASPESSGDQNRGGPTFQGTWFKNVVSAGAKPSSSGSTPSQEVDDVSPLQHQKSAEQST
RL*                                                                             
>Bdis_3g50530                                                                   
MDAQNGGTLTPVLLNVYDLTPVNDYLYWLGFGVFHSGIEVHGMEYGFGAHDFSSSGVFEVESKSCPGFIYRKTLWLGTTD
MSREEFRSFIEKLAGKYHGNTYHLISKNCNHFTDDVCKNLTGKPIPGWVNRLARVGSVFDCLLPESVQVSPIGRVPTLRP
VVDDDLDSVSSSDSDEDKHLLPAPSADLHPVDVPVKLAKDLL*                                     
>Bdis_3g55090                                                                   



MAEEGHKVSLNVYDLSNGLARQLSTSFLGKPIEAIWHTGVVVYGKEYFFGGGIQSTAAGATQYGRPVRVLDLGVTHLPQE
VFEDYLRDIAPRYTAETYRLLSHNCNNFSNEAAQFLVGAAIPDYILNLPNEVMSSPMGPLIMPMIQNLEATLRNNAAPQT
TQFVPTPASVSPPQPAAAAAAAAAAASKTPSPAATAAPSSAAATGSSSKQEDKKKAEKETATPQAAAAADPLGNARGKVQ
EEVMKEFAAIMASGTLRASEAAALAMRRVMERHGDATTMQQS*                                     
>Bdis_5g17510                                                                   
MEAPNGSGGGGGAPVVLNVYDLTPINNYLYWFGLGIFHSGIEVHGIEYGFGAHDLPTSGVFEVEPKRCPGYIYRRSVWMG
TTEMSRAEFRLFIETLAGKYNGNTYHLISKNCNHFTDDVCRDITRKPTPGWVNRLARVGFFFNRLLPKSIQVSAVGHVPT
HPALSDDDIDSTSSSVIGDSDEDELDQHLLPAASVDLHPVNGPPKLAKDLL*MEAPNGSGGGGGAPVVLNVYDLTPINNY
LYWFGLGIFHSGIEVHGIEYGFGAHDLPTSGVFEVEPKRCPGYIYRRSVWMGTTEMSRAEFRLFIETLAGKYNGNTYHLI
SKNCNHFTDDVCRDITRKPTPGWVNRLARVSFSTVSYQKAFKSLLLVTFRPILHYQTTILIQHLHQLLGTVMRTS*MEAP
NGSGGGGGAPVVLNVYDLTPINNYLYWFGLGIFHSGIEVHGIEYGFGAHDLPTSGVFEVEPKRCPGYIYRRDITRKPTPG
WVNRLARVGFFFNRLLPKSIQVSAVGHVPTHPALSDDDIDSTSSSVIGDSDEDELDQHLLPAASVDLHPVNGPPKLAKDL
L*MEAPNGSGGGGGAPVVLNVYDLTPINNYLYWFGLGIFHSGIEVHGIEYGFGAHDLPTSGVFEVEPKRCPGYIYRRDIT
RKPTPGWVNRLARVGFFFNRLLPKSIQVSAVGHVPTHPALSDPTANIIGRFSSLSTMARRNIILQ*              
>Sbic_01g019540                                                                 
MAEDGYPVKLHIYDLSQGMARQLSATILGKAIEAIWHTGVVVYGREYYFGGGIQQGQPGRTPYGTPIRVEDLGVTHVPRE
VFEEFLREIGPRYTPATYKLLSHNCNNFSNEVAQFLAGAAIPSYILELPNQVMNSPVGALILPMIQGLEASLGAGAVPQP
PQFRPAPAAPVGAATVTRPLTTKDDVVPRSTTADDDKPEAAKTAAGNNGSANDSTAVVPPAVQPAAAPATSAGEVSSAAP
TTVSTKLAAPPPPDPLAAAKSRVQEEIKREFAAIMAAGTARAGEAAALATRRVMERHGLQRAAAAAAAAHRG*       
>Sbic_01g030660                                                                 
MKEVVLHVYDVTNSDSEKTNNTILQINRIFKDRIGLGGIFHSAVQVYGEEEWSFGFCENGSGVFSCPVGKNPMYTYRERI
VLGETECGIAAVNRILRELGREWQGQSYDLLSRNCNHFCDVLCERLGVPKLPGWVNRFANAGDTAVVVAENTAVKFRQAK
TEIVNASRVAYRFMAGLASKNQASPESPGNNQNRGSPTFQGAWFKNIISAGAKPSSSESAPSHSQDADDGTPLRRQSSTE
QSTQL*                                                                          
>Sbic_01g031335                                                                 
MRFQSGQKSSGKFCLFSKVQSASPPPGNTLVYLNVYDLTPVNGYVYWAGLGVFHSGIEVHGVEYAFGAHDYSISGVFEVE
PRQCPGFKFRRSICMGTTCLDPLQIREFMEIQSVNYNGDTYHLISKNCNHFCEDICKRLTGNLIPKWVNRLARMGAVCNC
ILPVPLKISAARHDPGCQAEDSERKMLTGSFSCFSSISLCQRHFSTSSLSLRSPTKGTSWDAKQSNSTRLKKS*      
>Sbic_01g043920                                                                 
MKLRTKRPEWKSLMPLQLSRLSRKSAMRFFLFPKVQSAGQSPDDTPVYLNVYDLTPMNGYIYWAGLGIFHSGIEVHGVEY
AFGAHDFPTSGVFEVEPRQCPGFRFRKSIFLGTTCLDPIQVRQFMELQSVNYNGDTYHLITKNCNHFCKDMCYKLTGNKI
PKWVNRLARIGAICNCLLPESLKISPVGHDPNSQSEDSEKRRLRNPFSCFSSISSHRQLPSSSPFPPSPVKEGLPHCSSR
KPSTGAASLKNR*                                                                   
>Sbic_01g050610                                                                 
MRMRVLPASWSSSSAKHSSGSSESQEHPSPSSTTAAAAVYLNIYDISPLNHYLYWFGLGIFHSGIEVHGMEYGFGAHEYP
TSGVFQVEPKSCPGFIFRRSVCVGTTHMSRSQVHTSIEDLAEDYHGDTYHLIVKNCNHFTADVCKRLTGKPVPGWVNRLA
RLGSFFNCVLPDSIKVSAVRDVNTHPDFSDDDLGSNASILEGSDDDDLDQLLRTPNSDIVSSRDKTLTPGRDSI*     
>Sbic_04g033070                                                                 
MGARNSAAATPVLLNVYDLTAANDYLYWLGFGVFHSGIEVHGTEYGFGAHDYPSSGVFEVESKSCPGFIYRRTVWLGTTD
MSHEEFRSFIEKLAGDYHGNTYHLINKNCNHFTDDVCQNLTGKPIPSWVNRLARVGSVFDCLLPESVQVSPVGRVPTRRQ
ISDDDLCSIHSPIIGESDNDEDEAKHLLPAPSNDLHSVDVPPKLAKDLL*                              
>Sbic_04g036920                                                                 
MAEEGYKVTLNVYDLSNGLARQLSTSFLGKPIEAIWHTGVVVYGNEYYFGGGIQSSPAGTTPYGRPLRTVELGVTHIPRE
VFEDYLRDIAPRYTAETYRLLTHNCNNFSHEVAQFLVGTGAGVPDYILNLPAEVMSSPMGPLIMPMIQNLESTLRANTAP
QATQFVPTPASVSAPAPAPAAAPAKREAPAPAPAEKASKEAPSSAPAPAPAADPLGSARGKVQEEVMREFAAIMASGTLR
ASEAAALAMRRVMERHGDGATMQQG*                                                      
>Sbic_06g024410                                                                 
MEAQNGAGGGAPVVLNVYDLTPMNNYLYWFGLGIFHSGIEVHGMEYGFGAHEFPTSGVFEVEPKSCPGFIYRRSVWMGTT
DMSRAEFRSFIENLAGKYNGNTYHLISKNCNHFTDDVCKNLTRKSIPGWVNRLARVGSFFNCLLPEGIQVSTVRHVPTHP
AFSDDDMDSVSSSIIGDSDLEELDQHLLPSTTDAHSIDVPPKLAKDLL*                               
>Sbic_10g000670                                                                 
MGQDVVAHVYDVATAGSDTTVLHINRFFKDGLGLGGIFHTAIQVYGDEEWSFGYCERGTGVFSCPPCKNPMYTYRESIVL
GKTNCCILKVNQILRELSWEWPGQSYELLSRNCNHFCNTFCEKLEVPKLPGWVNRFANAGDAALDVAETTAVKLKQAKKE
IVTACKAASTFLTGTSSSSSSNAEDMGGSTSSGNSLFEGAWIRSIVGMTIKPSKSLVCVDSSDSDSSESESVSDGDRPNS
DDNAEQQAKGATQEPGTKNENNKPQGHS*                                                   
>Sbic_10g005540                                                                 
MGSSAGSTPTVRATRQQQLQQRGAGAGAGEAPSSSSPVFLNVYDVTPANGYARWLGLGVYHSGVQGTFCSPGSRPLHGVE
YAYGAHDGASSGIFEVVPRRCPGYTFRESVLVGTTELSRAEVRALMSDLAADFPGDAYNLVSRNCNHFCDAACRRLVAGR
ARIPRWVNRLAKIGVVFTCVIPGNGRAVVRGRAPSTASATGKGSGGVRSRSARQQEASSASASAPPRPRTFFRSLSVGGR
RKNLTMPRPLSASPPPPPLADASTSTSSGSTT*                                               
>Sbic_10g022140                                                                 
MGGAVSGGAAVGDAAGAATYPVVLNVYDLTPINNYLHWCGLGIFHSAVEVHGSEYSFGAHDHPSSGVFEVEPKNCPGFIY



RCTVFIGRTTLNPLEFREFIQRMASEYHGDTYHLISKNCNHFTDDLSTRLTGKPIPGWVNRLARLGAFCNCLLPESMRLE
STETKHLADCRFSDGSNTTSNDNFDEDDLEDKHLLPTSSVGEDTIVKEVHR*                            
>Osat_LOC_Os02g43840                                                            
MDTGNKGTATPVLLNVYDLTPANDYLYWLGFGVFHSGIEVHGMEYGFGAHDFPSSGVFEVESKSCPGFIYRKTVWLGTTD
MSHGEYRSFIEKLAGKYHGNSYHLVSKNCNHFTDDVCKNLTGKPIPSWVNRLARVGSFFDCLLPESVQVSPVGRVPTLRP
VADDDLDSISTVSDNNEEDKHLLPAPSNDLHSVDVPLKLAKDVL*                                   
>Osat_LOC_Os02g56900                                                            
MAEEGYKVVLNVYDLSNGLARQLSTSFLGKPIEAIWHTGVVVYGNEYFFGGGIQSLAAGRTPYGRPVRVVEMGETHIPRE
VFEDYLRDISPRYTAETYRLLSHNCNNFSNEVAQFLVGAGIPDYILNLPAEVMSSPMGPLIMPMIQNLESTLRTNAAPQA
TQFVPSSVPPPPPPQNKPGEGSSSSKQEDKAAKAKQGSAADPLGGARGKVQEEVMREFAAIMASGTLRASEAAALAMRRV
MERHGNATMQQS*                                                                   
>Osat_LOC_Os03g01130                                                            
MRVLPASWSSAASSSASASADRLNSPTPAPPPPAPPPPAPKSSSSSSAELYLNIYDISPINHYLYWFGLGIFHSGIEVHG
MEYGFGAHEYPTSGVFQVEPKSCPGFIFRRSVCVGSTDMSRSEVRSFIEDLAEDYHGDTYHLIAKNCNHFTADICKRLTG
KPIPGWVNRLARLGSFCNCVLPESIKVSAVKDVTDPPEFPDSVATDDDMESNASIVDGSDADDLDHLLITPSSDVVSSKD
KILTPGRDSL*MRVLPASWSSAASSSASASADRLNSPTPAPPPPAPPPPAPKSSSSSSAELYLNIYDISPINHYLYWFGL
GIFHSGIEVHGMEYGFGAHEYPTSGVFQVEPKSCPGFIFRRSVCVGSTDMSRSEVRSFIEDLAEDYHGDTYHLIAKNCNH
FTADICKRLTGKPIPGWVNRLARLGSFCNCVLPESIKVSAVKDVTDPPEFPDDDMESNASIVDGSDADDLDHLLITPSSD
VVSSKDKILTPGRDSL*                                                               
>Osat_LOC_Os03g10200                                                            
MKLRPKRPGWKSLMPLQLSRKSALRFFLFPKVQAAGQSPDDTPVYLNVYDLTPMNGYVYWAGLGIFHSGIEVHGVEYAFG
AHDYPSSGVFEVEPRQCPGFRFRKSIFLGTTCLDPIQVRQFMELQSVNYNGDTYHLITKNCNHFCKDMCYKLTGNKIPKW
VNRLARIGAICNCLLPESLKISPVGHDPNSRPEDCEKRRLRNPLSCFSSISSQRQLPPSSPFPTSPVKEPLAYSSSRKSS
APSLRNR*MKLRPKRPGWKSLMPLQLSRKSALRFFLFPKVQAAGQSPDDTPVYLNVYDLTPMNGYVYWAGLGIFHSGIEV
HGVEYAFGAHDYPSSGVFEVEPRQCPGFRFRKSIFLGTTCLDPIQVRQFMELQSVNYNGDTYHLITKNCNHFCKDMCYKL
TGNKIPKWVNRLARIGTIPLFNH*                                                        
>Osat_LOC_Os04g46290                                                            
MAVQNGGGDGSGSGAASVVVNVYDLTPMNNYLYWFGLGIFHSGIEVHGVEYGFGAHEFPTSGVFEVEPKNCPGFVYRRSV
RMGTTGMSRAEFRSFIEKLTGKYNGNSYHLISKNCNHFTDDVSKNLTGKPIPGWVNRLARVGSFFNYLLPKSIQVSAVRH
VPTHPAFSDDDMDSRSCSISGDSDVDELDQHLLSATTIELHSIEHQS*                                
>Osat_LOC_Os06g01780                                                            
MSEGEEEEGRQVQEVVAHVYDVASSGSSEGGGGGTAILHVNRFFKDAIGLGGIFHTAIQVYGDEEWSFGYCENGTGVFSC
PPCKNPMYTYRESIVLGKTTCSIFTVNQILRELSWKWPGGSYELLSRNCNHFCNTFCEKLDVPKLPAWVNRFANAGDAAL
EVAENTAEKLKQAKKDIAGACKAATTYLTGASSSSPSNADDSGGSTNSSLFEGTWLRSIIGISMKPSRSLMCSDSSDSSD
DEKSEDERESDCQQPSGDQIEEKKDATQEQAGK*                                              
>Osat_LOC_Os06g08360                                                            
MAPFSSSSSPSPALAPASSSSTASTPRAPRQQLPRGASSSSSSSPVYLNVYDVTPANGYARWLGLGVYHSGVQVHGVEYA
YGAHDGAGSGIFEVAPRRCPGYAFREAILVGTTELTRAEVRAVMADLAADFPGDAYNLVSRNCNHFCDAACRRLVRARIP
RWVNRLAKIGVVFTCVIPGNGAAVRRKGDPPATATAPGGKASIRSRSARQGADAAAPPRPKTFFRSLSVGGGGGGGGGKN
VTPRPLSTSPSPTPPAPPAFTTAT*                                                       
>Osat_LOC_Os06g36490                                                            
MGGAVSGGGAGAAGAGAGAEGEGAYTVVLNVYDLTPLNNYLHWCGLGIFHSAVEVHGSEYSFGAHDHPTSGVFEVEPKCC
PGFMYRCSIFIGRTSLNPLEFRDFIQRMASEYHGDTYHLISKNCNHFTDDLSTRLTGKPIPGWVNRPAKLGAFCNCLLPE
SMRLESTGTKHLADCHFSDDSRTSSNEHFEDEDLEDKHLLSQSSVSEDAIVKEVHR*                       
>Osat_LOC_Os10g33350                                                            
MAKRRSRFSFARLSCFRSQSRAKMADDDYPVKLHIYDLSQGMARQLSTTILGKAIEAIWHTGVVVYGKEYFFGGGIQKDH
PGRTPYGTPVRVEDLGVTHVPREIFEDFLQDINPRYTPANYNLLSNNCNNFTNEAAQFLVGSAIPSYILELPNEVMNSPI
GALILPMIQGLETSLRAGVAPQPPQFKPSPVAAVTATQSPPSGSIHVEPKSTASDKTEVDNNGGGIPPAVQPAPVAAATS
PAAVAEASMAPPPPVDPLREAKSRVQEEIKREFAAIMATGAVQAGEAAALATRRVMERHGLRRAAVAGGGMQRG*     
>Osat_LOC_Os10g38970                                                            
MKEVVLHVYDVTNSDSEKTNNTILQINRIFKDRIGLGGIFHSAVQVYGEEEWSFGFCENGSGVFSCPIGKNPMYTYRECI
VLGETECSIATVNRILRELSREWPGHSYDLLSRNCNHFCDVLCERLAVPKLPGWVNRFANAGDTAVVVAENTAVKFRQAK
TEIVNASRVAYRFMAGLASKNQNPQPESPSNQSRNGPTFQGTWFKNIISNGAKPSSSESTSSHDTGTGGDESSLQNQKPS
EQSTRL*                                                                         
>Smol_XP_002994760                                                              
PIYLNIYDLTPMNGYLYWFGLGIFHSGIEAHGVEYGFGAHDYPSSGVFEVEPRTCPGFTFRKSVCLGNTRLGAGEFREFI
ERLANDYNGDSYHLIVKNCNHFTNDACMRLTGLSIPGWVNRLARLAQLCNCLLPDSLQDTTV                  
>Smol_XP_002987939                                                              
PVFLNVYDLTAYNDYAYWFGLGIFHSGVEVHGVEYAFGAHEFPTSGVFEVEPRRCPGFMFRTSIRLGSTTMGPLQLRQFV
ESVASHYNGDTYHLLLKNCNHFSEDITMRLVKHPIPSWVNRVARIGWLCRCFLPECLQLTA                   
>Smol_XP_002978328                                                              
RMPVYLNVYDLSPINGYMYWVGLGMFHSGIEVHGVEYSFGAHDFSSSGVFEVIPRSCPGYTFRKAMVLGSTELSAGDVRE



LIERMSIAYTGDSYHLILRNCNHFTNEVSLRLTGCAIPGWVNRLANIGMCSFGSCIMCYRLRV                 
>Smol_XP_002976661                                                              
SHSVVLYVYDLSQGLARQLSTSLLGAAIEGIWHTSVVVYGTEYYYSGGITTSNPGRTPYGRPVNTVELGRTQVPKEVFED
YLREISPRYTVQTYSILSHNCNNFSNEVAQFLLGVDIPDYILRLPQDVITTPMGYLLQPMIQQMETTLRYGGVPQVPELA
EATGTPQRVAMARRAKEECLTTTIPEDEDLELQRMRSSRAVKTAKVASRGDEGRAGRKKAAATKMEDARAKVQEEITREF
TALMAAGGLRASEAAALAARRVMERHGIGGSGTATQS                                           
>Smol_XP_002976551                                                              
EYYYSGGITTSNPGRTPYGRPVNTVELGRTQVPKEVFEDYLREISPRYTVHTYSILSHNCNNFSNEVAQFLLKVDIPDYI
LRLPQDVITTPMGYLLR                                                               
>Smol_XP_002994019                                                              
PVFLNVYDLTAYNDYAYWFGLGIFHSGVEVHGVEYAFGAHEFPTSGVFEVEPRRCPGFMFRTSIRLGSTTMGPLQLRQFV
ETVASHYNGDTYHLLLKNCNHFSEDITMRLVKHPIPSWVNRVARIGWLCRCFLPECLQLTA                   
>Smol_XP_002973191                                                              
SHSVVLYVYDLSQGLARQLSTSLLGAAIEGIWHTSVVVYGTEYYYSGGITTSNPGRTPYGRPVNTVELGRTQVPKEVFAD
YLREISPRYTVQTYSILSHNCNNFSNEVAQFLLGVDIPDYILRLPQDVITTPMGYLLQPMIQQMETTLRYGGVPQVPELA
EATGTPQRVAMARRAKEECLTTTIPEDEDLELQRMRSSRAVKTAKVASRGDEGGAGRKKAAATKMEDARAKVQEEITREF
TALMAAGGLRASEAAALAARRVMERHGIGGSGTATQS                                           
>Smol_XP_002970638                                                              
MSAVWLHVYDVTNSMSPKTNSTIAGINRFFRDGIGIGGIFHGAVQVFEEEWSFGYCENGSGVFGCPPKSNPMYTYRETVY
IGNTPFSEEKVNQILLELSKEWPGYSYDLLARNCNHFCDELCVRLSVPKIPAWVNRFANAGDAAVDAVGNTVERIKQAKS
DVAAASKIAVRFIF                                                                  
>Php_XP_001784588                                                               
KVILHVYDVTNSANVRTNSVIVNLNKIMRGGIGLGGIFHGAVEVYGKEWSFGFCENGSGVFSCSPKKNPMYTYRESIPLG
KTVMAKADVQKVLRDISREWPGNRYDLLKRNCNHFCDALCCKIGAQKLPLWVNRFANAGDAAIEVAEKTMEGLRQAKVEV
MSVTKNAMRFMFGSGSPSSESPNSNSGRRSSFNTGSS                                           
>Php_XP_001765806                                                               
QEGWKVELYVYDLSQGLARQLSSQFLGKVIEGIWHTGVGVYGKEYFFGGGIQSVPLKQSPYGQPVQVAQLGTTEVPQEVF
EEYLRDIQPRYTQQTYSLMKHNCNNFSDEVCQFLVGSGIPEYILRLPEEVLSSPMGGLLRPMIENLETTLRNGGVPGAPY
QVGSGQAVPNFANTSTSEGTEKKGNEDLPTSLPTPAPPAGHDLTNARAKVTQEITQEFALIMASGTFRASEAAALAARRV
LERHRMEGVSSGHPQNAA                                                              
>Php_XP_001764813                                                               
MAVVTLHVYDVTNSISDGANKAISSLNRIMRGGIGIGGIFHGAVEVYGKEWSFGYCESGSGVFPCTPMRNPMYNYRESLT
LGSTDLSRLSVDTALLELSREWQGASYDLLARNCNHFCDAFCERLGVDKVPPWVNRFANAGDAAFVVAENTITRLNQAKE
GVLSASRRAMQFVFGSAASSSAPPVESSATES                                                
>Php_XP_001762496                                                               
VTLHVYDVTNSGNVRTNNAIMNLNKIMRGGIGLGGIFHGAVEVDGKEWSFGYCEIGSGVFSCLPTKNQMYTYRESVPLGK
TRKTRAEVQRVLDELSRDWPGNGYDLLARNCNHFCETFCAKIGVDKLPPWVNRFANAGDAAIEAAEKTMEGLRQAKMEVM
SVTKNAMRFMFGSGSPSSEDSGNNSG                                                      
>Php_XP_001760401                                                               
MTAAECPKGSDPNCQIDIFLNVYDLTPMNNYVYWVGLGIFHSGIEAHGAEYAFGAHDYPTSGVFEVDPKQCPGFTFRRSV
HLGTTSLNAAEFRSFMEQCADEYYGDSYHLIVKNCNHFSDDVCRRLTGKPIPGWVNRLARVGYMCNCLLPEGLQVTATEA
P                                                                               
>Php_XP_001759778                                                               
MLIVLCFLLQDGEKVYLYIYDLSQGMARQLSTTFLGHSIEGVWHSGIGFSGKYFYGASIQSVRIGHSPFGTPVEVLELGY
THIPKNIFEVFLQEIGPRYTMETYSLLNHNCNHFTDEAAQFLVGTGIPHHILRQVDVALNNPLGAMMCEALFFKPSS   
>Php_XP_001758280                                                               
IFLNVYDLTPMNSYVYWVGLGIFHSGIEAHGAEYAFGAHDFPTSGVFEVEPKHCPGFTYRRSVHLGTTSLNSVEFRSFIE
QCADEYYGDTYHLIIKNCNHFSDDVCRRLTGKPIPGWVNRLARVGYMCNCLLPEGLQVTA                    
>Crei_XP_001701830                                                              
MGFTVLLNVYDVTNTANENTNSFIQRLNSITRELSIGGVFHGAIEVDDVEWSFGYCESGTGVYCCRARQNTMYNFRETLE
LGVTEKSKQEIKEIVARLKRAWAGTSYDLLQRNCCHFCEQLCAELGVPPPPAWLNRFAQGADATIKLTNEASALAKRVGA
NLTQTATVSANWLREMSARVMAQMTQHEEDAVDDSPRLYETFGSSSSSAIGLSMQSMPPPAPSGSSVVGPGGNDSGVDLS
TQSEPVGLGGRIAGRLRALAPSGTGTGDAGSNGLPASTAAAAGPGGFEGGGRSFAASASSGSSSGLAALKQKWQELEASA
GDGTKQFLFGLIKTRQTRFDEDDPGFPAPGSSAASSQADLSSRGLPNAAPASTSGAPSTVPTAASVQDGARAGAAVQGVA
LPPPTQPPLQQVISHTLLPGDVVGASNTHAPAASTAVTGARPAAVAPAPSSGHLLDM                       
>Crei_XP_001697950                                                              
MTSAVALLPGCRQLCWAVSVTLLSWPLLDDLLAGLTRQPAPAAAGGGPDGGGGGGRFAPGAYHILTNNCNHFTHELAGVL
TGGGLPAMQQLLGLGLGLDEEALQAQTF                                                    
>Crei_XP_001696676                                                              
TFKTLKLFSTQTAASWALHQRLSVFIEAGNLHELLQQHVATFQVLDARMLNKALEFTWNGVRWMARIFTLGASDRINGGL
KEATHTLLEVTLCTGDCITYEFSGSKGPECRPGQYTKNRKTYARLPQPMGFRTSGVKAAWLHEVYQQVAQKFAAEDYSLV
NKNCSHFAGELFIALTEKMEEFEKRAARAAEAEAKRKAEAAEAKRKAEAEEASRKAAAEEAKREAEAAEAASRRQGLFVA



GGLGAASVAATTVAAGVGGYGVGCAVVKATGITDEGTAQVAGSAALPVLAPALLVAGVAAGLISGACGGAKGAWASVHNR
WW                                                                              
>Crei_XP_001694173                                                              
MSEDGEKVWLYVYDLTNGMAATFSPMLLGRQIEALYHTGVVVGGVEYFFGGGVQRCIAGQTPFGNPLKRVELGVTHIPKD
LREELLADLSQRFRPQDYNLISKNCNHFSSAFVELLTGSPVPGEYVNQAQSILSSPLGQMLLPIMEQMEQRYGNVTAAGF
QQQQPGR                                                                         
>Crei_XP_001693007                                                              
VIVNLYDILPPRLNSCLSGCGLGGAFHSGVEVAGTEYAFGGASAEDQGIMALTRPLYVLRREAEELVKAGQDDAGSAAAA
LGWMPALRSRAVVGWWLGSLAELDEQVLRPLWLQGRWVGPAYRLLSRNCNHFSRALCGALLAHPSFKAAPGKSDPLRMVP
RKVTRLSSLAAALRCCTGRMDSPMPLAPYALNLFQGEPRSIVGDLPPWFRLQQQRLATAAAATAAAAEEGSVEGADKAAA
GLSLPGAAEAGRAAGDGSAGSGGGGLAAARPATVSGSGTSVSRCRSGRSTPVEGALGAEAGACSVARAAKARSPIPLQRG
SGGGAAVRVKAADAGASGGVGGGAEAAMPTSPLSRYEIMAAVDAIGSSHRASRHNDRSVSDP                  
>Crei_XP_001691631                                                              
MAPVVLNVYDLAPQNQWTIFCGVGIFHSGVEVHGVEYAYGQHDYDYSGIFATNPRDAPGQVVFRESILMGETHLSQAEIH
ALVQRMGNDYKGTNYHLLQRNCNHFANDLCVQLIGKEAPTWVNRLAGIAVMLHCLIPPS                     
>Vcar_XP_002957808                                                              
MSIPAHIVPRQTSEKKADRDRAVLAKQLLLGRYLDPWGPPDIVWCHSHTLVGSTEYAFGGHTNDDLGITALKKPLFELRG
EAEAAVRSGQDDDGSAAANLEWMPTLRSRVVVGWWMAPLSHLELLLRELRFDRVIPKGFSVRQESWIGSTYQLLSRNCNH
FARALCAALLRNPLFKPAPGHSRPKDMVPDSVTRLPALVLALGRCVPFVVRRLDAPLPLSSQVLNTFQGQGRKARYDLGP
SRASGARGRHRSSSESKSPPPPQPNVRISASGAAAGCGSGGVGVQPSLEWAAAGLRIGSSGMASAGSIGLASGSDVNVGS
AAGMPPPVAAAAAAAAEGRLLRPRLEGRYQSLRIETAQKTLTDRPSRSSCRRRTEDGGGGTDTPAGDSTGCSTPDLAATA
AAAAATATTDNTRRHLQTSAVCSTRLDCNGPLGQTRTQREHAPASAFVSVVAAAAAVAAVPAGALAGSNPAAGAPDGAVG
AANTAAASTVASEPVAQSQHTTAALSLLLPPPVILLDAAASPASVAGGGGSGGASAASAAATTPQPQRSSAGPRFLSQSR
SGRRVFPDPRVAHPGLEGGADGAHDSIAALTSDIDGGGGGGSLSSKAAKPDNPSLQGLPGSDLDVAGTADSFLAQALRPY
TSTGAASQAASPRQMPLLPSRSPHQHHQHHQHHQHQHHQHHTPRCSGNGSGNGPQTSGLQPRLEASPAKLPPPMLLSTLG
TPVSRSAADTSDGAAATGTPTVYTAAAAAVQLSDPSDPPRPWSVLSGGFVDLLFSPSTTEPPPGVPHPVAVGGAGSGAGG
GGYSRRFSSFTGDGGGMFSATSNGTGCGGGGGGGGLATVNSGDLSDDAAVEQDLQKPVARTRASTGMLGTFGGGGSEAVG
NSGGSGSGTATAVGFGKMPSMGAAASVAASPLRPTGAAASRASGAKVTATVPGGASTGSAAAAVAAVADGKSAMRVKDMN
TPLEAVATKEDIKVLKEDIKELQLYLFLLLAGMLLSVTLESPLRTITAGLWKNASTTCCYLSWKLTVLAVHPGHPSGTRQ
QCPRRDVLTQNMESPTKMTLESLVVHTESPIAFRASRALIAINLLRAEVHHGLRSNKSFEGNLQQLTNQRSILPDKDPLL
SRLDAAIIPLVEIQRGMFGGGPYDISSEPVPQSLLPAQSLLLDLKESNLIHEVSALLGVPYLSEAPSIEPVKQIEGILWG
PVNRPLVCMPVQICGNIINVFLLVDTGAPVTEFSPSMFTALGCNSVSVAAMVNLKGCRRTQVQLCDHGEHSNHQDIPILG
VDFMKRNKCLLQVDYLNETVTIHFQ                                                       
>Vcar_XP_002951862                                                              
MAHDRTHCTTCRVYDGTTFHGAVQLEDLEWSFGYCESGTGVYCCRARSNSLYTFREHIELGATRKTKQEVRLGTGDGVAS
VVAAVVVVVVVVAAVVAGGGGGSIREILSRFKRAWPGSSYDLLQRNCCHFCEDLCLALEVPSPPAWLNRFAQGADATVKF
TNEASALTSALTAAQQGGASRSPPPSAAAAATPAQQQQQQSAAGQSSPLAAALRQKWLELEASAGDGTKQFLLGLVKTRQ
TRLAEEEEVASPAGAGGSYSAAAEGGQTSRSPRSEGGRDVWPVTTATHGSHGMMAYAGPLSVAPAAAAAAAAAVHDESTR
PPALQLISHSLMSPDVLVGASGLSAAAAAASTAVVGVEAGVVSAESPAAAAGAESPPTSGSTGPRATASASASVTQARHL
LDM                                                                             
>Vcar_XP_002949363                                                              
MQKRQLSATRTRLTLHAEPQIDAIYHTGVVVGGIEYFFGGGVQRCIAGQTPFGAPLRTVELGVTHIPKDVREELLADLST
RYKPQDYNLITKNCNHFSSAWAELLTGNPIPDEYVGQAQRILQSPIGQMLLPIMEQMEQQYGNVTAAGFQQPPTGGR   
>Vcar_XP_002948920                                                              
MAPVVLNIYDLAPQNNWTYWCGVGIFHSGVEVYGVEYAYGGHDYDYSGVFATNPRDAPGQVVFRESIPMGETTMTQQEIH
HLVQRMGNEYKGNNYHLLQRNCNHFANDLCRQLVGRDAPSWINRLAGIAVMLHCLIPTSWVPPLQTPSALPTLEGSIPAT
GRDEGKLLLDPVGHRSDVYGERLQPSAMLPTATGTRV                                           
>Cvar_EFN55274                                                                  
NDWTYWCGVGVFHSGVEVYGVEYAFGGHEFDAPGVFATNPRHAPGTVAWREAIPVGHCDLSPAEVHAVVQQMGAQYRGNR
YHLLQMNCNHFSSDLCSRLTGQEAPSWINRLASIAVSLHCLLPTGWVPP                               
>Cvar_EFN54733                                                                  
LVQLYIYDLSGGMARSLSQMLLGRQIEAIYHTSIVVGGMEHYFGGGINVARAGSTPFGQPMEVLDLGRTEITEELRAELL
AELSERFTPEAYSLFHNNCNNFSHELAQLLCGRGIPEHITGLPAEVLSTPFGQMIKPMLANLEQQLRG            
>Otau_XP_003081907                                                              
XTMDSSPLSLLFTLPCTPMMSPTSTNSVIISNAPGLLHASALVHQRQKRQLPERPLRHHPTAHRLRAPLDLHAVLQPLVF
SLKRIAVLRAIEPIIEPPLAQRRQLVQLSHPQRLHLFRRRRHPIPLFFPTNLPTPLRLARVVARRRPRSHRGGEHGLFRR
LSSARCVERTISTETSDEPSWLGRVTNTRGAARARGRHRPPRRRDAARARASMALVTLSVYDIKHPGNEGVTSAVASLNA
LTRDGLRLGGIFHGGVEVYGDEWSFGYIDRGTGVYRCQPKKNPMYAYRESVALGVTSLSPARVSAAVAALKAAWDGPSYD
ALGRNCNHFCEALCEALGCEGPPKWLNSFANNARGVRDAAVSAREATERAVEGAWAWIASATSQSTSSVSTVRTAGEGAE
EGAREREFDSEATSATDDAPHGDAGRETR                                                   
>Otau_XP_003081736                                                              
MAHVDASMPASPSSPTASAWADASAPITVRVHVYDLTGDDAMHAAARMCGLGIHHSGCEVLEREYAFGYHDVRGITGVFD



VAPMKAPMPATYRETIEMGRIDMTREEVGEAIDELRAAWPGTSYDLLKRNCNSFTEAMVMRLTGKMIPGYVNRLATIGCL
AREYAPCLLPTSLVGDLRTLPAATGDEGSDTEDEEDAEEVQLLAVNPVEEMK                            
>Otau_XP_003079122                                                              
MRRASEVTLRVYDLSGGMARMMSGDVLGTTIEAVYHTGIVVHGREFWFGQGLQCAPESETQRQFGAPLRVETLGTTEVDE
EMFQDFLREVSPRYTAETYNLLRHNCNNFSNEAATFLVGRGIDEKILNLPNVFLSTELGRALAPMLGMFEERMRNTQGGS
ALSTDGTTTSCVVEDAVPEPEKTKIAGLPELKPRKKLTTTPGGSASASSEDLAKMVRSLSQTFADHHERGADTQTATRAA
LASALGELVSDSARNE                                                                
>Mpus_Micpu161143                                                               
MSLVTLHVYDITNTTYETANNVIQGLNRFTKDALGAGGIFHGAVEVNGDEWSYGFCERGSGVYCCHPRGNTGYTYRESVP
LGVTSLSPARVRSVIAVLQAQWPGCEYDLLGKNCNHFCEAFGAMLGVPGPPAWVNRFATQAEATVKTVNYAREQISLIGG
EIGSAATAAADWLAGAFSGGAGGGDRNGNAAGGAAGTNAFRSPRSGEGAS*                             
>Mpus_Micpu143579                                                               
VKLHLYDLSQGMAAMMSAPLLGKQIDGIWHTGVVVFGREYYFGGGIQCGAPGGTHFGRPLRTIDLGETHIPEDLFETFLI
ELSPRFTAQTYNLLRWNCNNFSDEIAHFLVGVGIPRHIVDLPNEVMSTPLGQQLMPMLTMMENQMR              
>Mpus_Micpu125967                                                               
MPHPVAVNIYDLNGFNEYTHLLGLGVYHSGLEVHGREYAFGGHDQRCSGIFDTAPREAPPPARFRKTVVVGHTTMSPSEV
ARAVENMGETSYLGCAYHLLERNCNSFVEDLCVELTGRKPPGYINRLARIAVVANQCAPCILPASVRAIAGPTVMPPGMG
GGGESDEDDEDDDGGENAAGDRRLLTRFPESSSRIR*                                           
>Cmer_CML296C                                                                   
MSVVILHVYDLSGGLAATWSPVLLGVQIEAIYHTGVVVHQREYYFGGGIQQGAPGQTPYGRPWRALPLGETFVDVETLHD
FLVGISGRYRIETYDLLTNNCNHFADELCRFLVGKGIPSDILQLPRRVLDTPLGPLLRQLMRPVEFEPASSNLSLPGGSG
LPPATSQPESGQPRTRDASRPLETTDARAFPARSSETALLAADARPHEHASVIGNDAVSSSSTAFMAGPEASGHEQQQPG
LVRDLSSGEATAGGGASHVLPLRGSLGTSLPFSRTPCCCRQAVRQMQVDVLSQGQAQMTLAREIAKVAEQGTTELLQWLC
SCCSQCAGCRAWMVADHALFWQIIAKSWHTDGRSTELRLLLDILATLLQDETSARLLLATDTDPEWIRWLVHALDPIPHT
ERQVWVQAGQTLQTLGRAIHQLVAPSEQEHLTALLLWEFMEDLEVWGPALQSEDEIGVILMQFLEDLFRESPISVELGRS
MGLLQALNGFLPASSCMRLRHLLDESATVGNYENEHQIS                                         
>Cmer_CMT014C                                                                   
MGTRKELSLSERKVVVNVYDIVDLASTNDRLYRLGLGVYHTGVVLGRREYAYGFKWGPGTGVFYTTPRCAPNARYRQSLE
FGPIIVTATEARERFRRVCEEFTGSSYHLLDKNCNTFTARVVYDLTGQKLPSWINRTARWASVFRCLLPPELAQPQSVPS
AEMLPSSHALEYRSMLSGPPGTEECSDGDAHSGSTLSRASTPPKEDSQPLPPRVELNEILQ                   
>Cpar_8096Contig39889                                                           
MPAPVGSSQRRKIPVYLNVYDLAKINEYTSTIGLGIFHSGVEVLGKYSFGGHEYFTGVFDVPPRHAPQAIFRESVLMGEC
DKSPMEVKQIIERLAQEYPGNTYSLVANCNHFANDLCSKLVGKGIPGYINRLANWMFFNCVLPEWGVIQTPTGIARPPTA
NAAANTPTNQGRVLAAPRPVVASSPSGHSTATAGSSSLKEHSDAPQTPLLASNSSSAQSLRGSTSSAGPGSQAENTDPSG
TTTQAGEKGGNTLSERRERLALAAMQRRQLIDASGPGAVVEGRA*                                   
>Cpar_22885Contig38047                                                          
MVSSAGEKVTLHVYDLSQGMARAFSSAILGKSIEGIHTGVVVYGVEYFFGGGIQADVPAQTAYGRPSRVVKCFLLYHNCN
TFTNECSLFLTGNPIPTITGLPQEVLSTPMGAMLAPMLTQFEQQMKAQ                                
>Esil_CBN75008                                                                  
MSSGVRPVQLNVYDLHESNSWLQHIGLGAYHSGLEIGGVEYTFSEAGVAQHPPRQIAGDGVSFKTTEVLGDFIGTMPDVR
RILNGLKAEGFAEGEYDVIRNNCNHFCDELAFALTGKRIPPWVNRAATIATWAGLGESKKEGANDKKGGAGTAASSATAS
APPSRDRKELTQKQRDLLSKMRTNKSSGGGGRGGAGGAK                                         
>Esil_CBJ48730                                                                  
MYGRKGIPTEVTLNVYDLSPVNEFGHPIGLGVFHSGLEVDGREYTFAGGGGIFDHEPRKAPGARFREAVNMGSFTGGSSS
LSRAIDSLREEFGPDRYNVLTRNCNSFSSALCEELVGKPIPGYVNRLAWMGSWFSCLMPPGMLGDAPVNQGGSSSYNAGY
SMLAPPGRSSGPAAVRGGGSRNAFQGSGMTLAGSGGSAGTTSGSSTGGTGTGREGELSDRRERMRMAALRRAEAASASAE
AAAGNNGGGGSAAASSLKMS                                                            
>Esil_CBJ26113                                                                  
MAHRVQLALYDLSRGMAKAMSMAILGKQIDGIWHTGLIVYGKEYFFGGGLQSMPHEQFVQMHGGVGPTEYIELGSTDLTE
ELFEDFNREVQPRFTAQTYDLMKHNCNTYSNEASQFLLGKGIPEYIVNLPQEVLNSPMGGMLRPLLEQMTTQMNGADPYS
ALHQQQQQQQLAGAGGGAGAAASQPTQTPGAAAAAAAEQRAAAAGVSVADPPQCKADGFPILDKHTKPLVGSDAAKAAPG
VVARVKALGATVDGLLSEEESAVLDALPPSMAATKTTPVAPGSFRLMQKILIKDSGWPEKAGFLALVLVSLMVLHQAEGT
EMEEAMMQVAKRVQTAGDGQEQLSAQALSMAMCSAANSFATTGGSEYMERADVMPGWLDSSLAGLQHERGEVRQMCSALL
NNFSLVLSNAIASKTAAGGTAVEMSDETTQVLFGALDGLQDETSQLVALRRVLSVGRLVRASGSEAASLINDVGLRDQVE
GFLSKTKEGEAKNAAAELLRLLG                                                         
>Ngad_00727                                                                     
MGGAHKTPSAFAEAMGGAIGALWTTLLFYPLDVAKLRLQAEADSEEEGRKDEEYDVGREKGCTPKVNTDICEDASRLDAP
DALTTVQKKGPRTFLGEVLVVLKQPELWYAGLGLKLQLSVLSTFIYFYVYTALKRVFTRAFKRPVTFLPNLALASMAGVV
NVLLTMPLDTLVTRLQVAPAGRRPSLGEMLRLVWEEDGPDREPVVKPSGHEAGAYGVGMGGVMPVLRRLARFWHGCLPAL
LLTSNPAINYAAYDAMKTLVPLPQGRRHHNVRETFLIGMLSKFLATLITYPLIRAKVIMMSDTKRAHYLETHFGVNDHSE
EDAESIPLGLSPRLLLAQERQGLCSILKQLIREGGVRELYVGLDGQVLNTALKNATLLNTKDRISRVEIAGSEYTYAGGA
GIFAMYPRVAPGATFRESIPLGTVLDAPRALRRALEALRSDFGPDDYSLVKLNCNHFSAALVMELLGKPIPAYVNRLAFF



GSFFSCFLPVEMTSQAPVSQEGNSTGAAEPSVQRFIGTSSGTRTAFSGEGVRSGSKASGVPADKSEYERRERIRQATMTR
LAGATEAQGASSA                                                                   
>Ngad_03262                                                                     
MSTSGQNESESPESALRCEEESPRFKVQLAVYDLSQGMARQLGPALLGMEIEAIYHTGLVVYGKEHFFGGGIVSVPHEEF
LASYHMQPFQTMELGETEVGEDLFMEFLQEVSPRFTAETYDLMRWNCNNFTNEAALFLLGTGIPPHILTLPERVFSSPMG
ALLRPAIEQMQGGMRQAVPGFHFESFEGGGEHHHG                                             
>Ngad_05885                                                                     
MAASSRRDVILNVYELTDEQGTGSWMRRVGLGAWHTGVEVGGVEYTFAQNGVFFHVPKTPLVASGQVVSLKESIVMGEHV
GSANEVHGIINKLREEFAAGAYHVTRKNCNHYSDALCQRLVGASVPAWVNRPARIGSIFSFGGNKDKAKEKTRTEKVSAR
TKAENAAAKKKKELTQDQKNRLAAIRRTSSSS                                                
>Aano_F0YBF9                                                                    
WDGGIFHAGVELAGVEYSYGYCDRGTGVFTNDPLDAYGASHRSRVPMGRCGLDARAIERRLARLVALWQGNTYALLTRNC
CHFCDALCAELGVGPIPAWVNGLAR                                                       
>Aano_F0YFK9                                                                    
MADPPPRSPARHPELRRPSSGGSLNGAPPRGPPTPTSGGREDPRRNGERAPRRGSSARNPQRLPDATVVLNIYDVVEHPF
AYSIGKWMTLGIHHTGIQVGMREFAFTLEGIVITEPHRIPRCKLTHRILLTRNATDAMVQGALTKLQREFTPATYDPLLK
NCNHFSDAFCARIGTKHVPRWVNRAPTMASMLGTRFRLRPAKVTAPPVAWSVMIPDGEAAAKGLASNPLPRAPPGALMNG
LINGMYSSQKKKELVEASTIVAFDSGL                                                     
>Aano_F0Y4Y4                                                                    
PVFFHVYDVGKSKHIRRLNRVTEVVGGGVFHGAIEVCGAEFSFGGCRAQRSGVFKCEPTKCPMHGYRESAYLGDCGLKPP
QVQAILAALSPNWYGPTYDLIRKNCCSFSKAFAVELGVGPVPAWSHRLADAG                            
>Aano_F0YFF5                                                                    
MGHGPVRVEAMGETSKTEDELDEFLCSIAASWTAESYDLWTKNCNNFSDVVLNFLCGRGVPAWILSLPGEMLATPLGKLL
GPILGNVQ                                                                        
>Aano_F0YJ68                                                                    
VRLNVYDLHQANAFVEAMGFGLYHSGVEIDGREYVFGSGQGIGDVPPRTAPNAVFRASIDMGSYDGGARGVARAIDDLRA
SFPNGGYDLVGKNCNHFADALVFALLKKHIPAWVNRAALLGSCVACLVPRDRDPTAIEH                     
>Aano_F0Y2U1                                                                    
YEVTVEIVDMSKGLMKMAGEVMLGVKLDGVFHCNVHVHGKTTWFHLDGAHSGPAAPGDGAHVTFEARGRTSRTADDVDEW
FAASPYAADNYDLWSRNCNHFADALLAFLGVAPLPAMVTEVPAKVLASPMGAMLRPTID                     
>Aano_F0XYV5                                                                    
VAPVTLHVYDVGRSVHTGRINSFGAATRAGGVFHGAIEVYGKEFTFAGSNKAMPGIFSSNPRKCPFHTYRESIYLGDCGL
TRRQTLAILHRMAADWMAPTYNLLLKNCCFFCKEFALELGVGTIPGWVYELAKVG                         
>Aano_F0Y6U4                                                                    
VTLHVYDFVATGSRTSAALSWLQLGLHHSGVEINGSEYSFNDGGVFKAPPQACSRGAAPQCVLVESLHLGAHVGSVNDFN
GVLNDLRRAFPPGSYALTSRNCNHFSDAFVRALGLGGIPARVNRAASYG                               
>Aano_F0XX38                                                                    
MSEAKQPVVLNVYTVGHNKVLQELNYVVENFLGEGGVFHGAIEVCGHEHSFGGCRQNRCGIFTCEPKKCPMHTFRESFYL
GDCGKSERQIHDVLESMKPEWMGPTYDLLRKNCCYFSEAFSLKLGTGKIPKWVNHLAHVGAILDTESKSVIHDLHSIEDA
VENEGMEVWEFTHGKSAKTDAK                                                          
>Aano_F0YG81                                                                    
GVFHGAIEVYGQEFSFGGCRQNKSGIFACKPKSCPMHTYRESIYLGDCKKTIKEVQSILDSMKPEWMGPTYNLLRKNCCS
FSNAFAQKLGVGEIPNWVHHLADVG                                                       
>Aano_F0Y900                                                                    
MAVAAGDAAEPRPETPVGSDPPTPYLFSGREERLKGLKENLTDIDTGSYAVPDPAPGVRWNGSDASPQRLDGDGAAPPPP
DAPEEEEPLPECPGTPYGMFGRRVDLKGAAAEAFQKPRDHAGPDTWTPRRTSILDDEGEGEVVEMRLANRLETRAFHDGV
DRFKTDAPAQTLTVGPALRRVDHPLRGPLKAALLACGGGRLEGTFAPRERPQPDEQAIAAMASKASAPVTLHVYAVGHAS
NLAHLEPSAQALLGEAGLLHAGLEVLGDEWSFGPRAGRRTGVYAGRPRRAPGHTYRQSVYLGDCKRSEAEARAAADELGV
GPLPPWVGRFARAAALLDADAAAAVASLHGADEAAASRLQAAARGFRARLPPRPEAARSPSLNGSGLSFTPRLPEAGEPD
SPDVFGKDAPKISPNGPPPRRVTSKKGSMLFQKLAADSDSDSEPVSPSAMPTPPSPQAWLPDPVPKAAAAA         
>Ptri_XP_002185496                                                              
MTVHEVTLHVYQLAPEGHAFFTGVLPSLGLGAYHTCIEIDQSRYTFAPKVGIVRSSARHEHAPTGAVWKEAIVLGSCRLE
RGRVARIVRILQDRFFGQFAYHLVHRNCNHFTETMATALLCHDEIIQSALSGNAETNDNALRPLVGALRTFPTYINRLAN
TSGHFVSYEANTIPCQVGQEAAHAVVASQDTSVEKASRSASTRTSALDTSANRTATKKVLTDRQKAALAKIRKTPA    
>Ptri_XP_002176869                                                              
VYLNVYDLSPANDYLYAIGLGLHHSGVEVSGTEYSFASGAGVFDSPPKVAPGAKFRQQIEVGAFDGGPGKLQQALTELRV
DFGPDDYNLVRKNCNHFANALCWKLVRTTIPGHVNRLSDIGVCCSCLLPRQLLE                          
>Tpse_XP_002292613                                                              
MAQTMKGLSSEAGPMAGRCSTQLPDSVEPSVDYAPTVHGMVEEQTTPSAVCFANEDAKEKGSHFNGAGEGIATAPADEPS
LQSAEPANATADSICKSSDNHEIQQQVSVSASGDSCCYLGDVVSNNDGSSRSTDDANSPAIEQDNKAPFLGNHQLKTASD
SDNKLRRRSEFKNVDGGDCHAKSEVENENGSPSSIGGKHSLTKHVDQSSETCSASLSEPSPSNEVVADEEAPVIPSNSPT
KDYAQREEVTQRNSTNGGFLVANENGAANTSVAIIQIATACQSNSSDTKPFKLPPINTTLGNNDASAGKHLYNKLKSPSA



AMSPLSSTSSSYSAIAGYDKTKLNERLRHRLAKRNQMIRDGTLTEKTTLSPIRLKRVDDEDDTSTNQHNSSAPRVLSDPE
LFSDTSAENNDTPTSADVLYKYGMTANECTVIPDTVSFGCEGEVKRHSPVRSYRKSISEVGPSSPIMSRSAHSKLTRQHH
RGIGILQADGIVFDDALLLRLSRQARYNRLRGELSTNAKDETPESPGSVGERRFNNVKIHVYDLLTKDALVEMPLFNCHF
PLGKCLNAMNNAANCMGTGAYHVGVEVNGIEYAFGANNIVAFGLTKDDGDKVEVVKDTRIKTPSSTGSKNDGYRFREIES
FSDGNAIVHSMAREYLGTDYDLLRKNCCTFARDVCLRLGVDDKEIPSWFHNAARVGADAEDALSNVETSMKHMFDCADGS
EDVLDMDGYNHGFEVIVDLDEEGSTRLNVVESPPVYRRLQARQPLFYCEENDEDPLETLSWTY                 
>Tpse_XP_002287848                                                              
YDLSSANDCLYAVGMGLHHSGVEILGREYSFASGGGIFDSSPKDAPGATFRESIELGAFEGGGSELQSAISDLRSEFGPD
RYNLIRRNCNHFANALVWRLLGRSIPGHVNRLADFGVCFSCLLPKKL                                 
>Tpse_XP_002286820                                                              
MDNVVLNIYDLAPASSQQDGSSQPQAPTFPSFFSSVLSPLGMGAYHTSIDIRGFRYQFGASVGITRTSSPQGGGETAESR
RFVPSNGSFRESLILGQTWLERGEINAIVQRMRDDKFTGDKYHLVNRNCNHFSETFAMALILGNELLENNNNNLRLEKYP
AYVNRLAKTATAIGIDDGNICNVIEEARVAAGVRDKVGWNLSQSSSQKSTASSSVGNRSQKKVLTEKQKAALAKVKTSSN
K                                                                               
>Tpse_XP_002285970                                                              
MTTYEVHLAIYDLSMGMAKNLSAQFLGQQHAIDIIPHTAVLVYNKEYFFGRGIEWCSPHEFRRSRGIHPIEVQKLGTTTC
TEVEFEDWCRRMDRTGQFNAEAYDLLYRNCNTFSQEASQFLGVRSVPQWILDVPQRFLSSPMGMMVRPILEGMQMS    
>Pinf_XP_002904867                                                              
MSSVTLHVYDLSNGMARQLSPALLGKTIDGVWHTGVLVFGKEYFFGGGGIQAMQPELVVQRYGMHPVRTITLGETSLTQQ
QLEQYLRENSARFTDATYDLLRHNCNNFSDDVSKFLVGSGIPQYILDLPNEALNSPFGAMLRPMLENMNNQMHAAPGDQL
FSIPFNDPSRANLVVPAAASSSAATPSVELASRRFKISGSPALYLERMVQLIKERNTEKLLSEDEVSELDALSAHVGEDN
KEAESTKSVEWWKIASKLLSQGHESALFFPALGLIRVLFLQPAHSQATTEKNACFEAIVHASEIEPSSLTSAQKTLLLAV
LLNAFANPGFSDMALSTSTRFLPFVFATIADPSTSQEARVLSAHIISNCCLAMKIGEEVVVTTIVCGAVETLDRISRLQP
TSALHQQTIEGIIVGLGRLLHKFEAARTLSVELGLAEVIRRLNVTPGLNAIQPLLSEVVQLI                  
>Pinf_XP_002895869                                                              
MPRLYFRTEVCNNPEMGSPMAVLLNIYDLVEANEFMAPLGFGIFHSGVEIGGKEFSYASGAGVFASTPRQAPGAKFRESI
DMGLFEGTSYEAHRLAYSLSPDFDGDTYNLFTKNCNTYADVLCQLLLDKRIPAYVNRAAYLGSFLSCLMPANLTDQTPIG
DPSNPSRSITNGTPRRSDFIYSPFAGALEHG                                                 
>Tgon_XP_002366821                                                              
MSLPEQPALPQSGGGKSPSASGVIPWRTRHTVRLRVFDLSKGMAKLYGGLFVSDEKKGVWHTNVVVFGLEYFYMSTICVC
PAGLGWPGEEHLTDCTEMGTTERTPIELEAFLRTQQQIFTPDKYDMFKHNCNHFSDLVLRFLGSRRRVPSYILSLPDRVL
QTTLGKLVHPILSVAMDVMKADIRQKADKAELSGEIFFYGGVEPLLDPTESRTRRFLKQVARQVQQERRTHRARHVNSSV
PPITERALSSRSSVSPGYKPFPSSFPSPAAFGLSLTPVSPLGHARQCSAARGPACGAADLRRGNRPSSPAGVSAVNETSL
FCLQQKLEAESSLLSPGVRLPGDMEAENREATNNEVDESARFSSRQEGGDEVRPSDPGDKGEGEFLSPGSFNRRALDRKE
PTATRTPVGDSPPARFPSRPSRAPSGSRMQRQSSRHSSHLVHAEDDGEAASEQDAFWDVEEASANSGEEWTVLPAWAFAS
GTHRRETSAVEEGRRFWRVPPDWRSHAPHSMSHFMASGHTFSGVRKAETPVEWAEAESDGGAGAMRSVFSAGEREDEDRK
ATGEANASDSDSEHSIRSYTFEDSCPLITAAGGNSPRPSGVSRGDEEDEWQLRGQRRRRMKARVEEGRLGRATGRRQGSA
TGPEIDSESEGGTFSRRVSTPQRTVSAQDGEQEGRHFQSAQDAVHEGHRTRTLLARSQVRRSQSERHTSLSSSSSYGQTR
GLLHARAASGEILFVTPPEQAQRDVWSPPHGSEACSGGEEPRDPARVRRSREGCHTGKGSELEYSDAHEGTESFSEASRD
EGASSFLLTSSASHAEDEEEGERSQSWEEEERSANGEAFDSDDGWSASPVKRKDDENAPFERQEREEKSGNDPALAFEIP
GEPRWGGHAGRRRRDDASGLHANPTTGKDHAAQAHRDVLGRRKDEEKLEADFERLHASFFTPPSGAPESSDELEEADAFS
SSYPSRSDFSSPSCTELSRVRSKIHRQRTAASSSSTVSQPGALRTVLYRTRSPQKTSVDMSSRDNRRGSCSSRGVNHASD
SPASVFAFSTKSVSPAPVRCDLKEGKGRHQSRSRMSESACAPREFDSRERRR                            
>Tgon_XP_002364925                                                              
MMLADDRSVTVPPLLSYSALDIRTAAVERRRQDQLAASAVQTPGDAAAASTSAESASPTHACESLQPGVSGPPSSEAANG
AGDTQSESPPPNAVFLHVYDLDPTISKYMNKVMRPLGAGAFHAGVEVYGIEYCYGQTYDKTPGITVNRPRRHPAHIYRET
IYMGQTTLAHEEFMALIEALKDEWPGEKYNILTRNCLNFADQLCLLLGVGCLPPWLLRLQQQASSLQESMQYAARKLQQI
DETTGLSAVASAAATAAAAAARVFGGFLRPSLESQEGPTVTSRLDRALTSVRSCYADGHRRWKKTAGFQRSQVRFVFLVS
HHLSCLCICKNFFPCITTYIQLGTYIYININICNCKSGCVDAR                                     
>Tgon_XP_002364776                                                              
MTPIRLNVYRLTGTLSVPPLCGCCAAYHTGVQIDACEYTFAQGAGVVVSDFDPVLNGPHARVSLSGEASGVDEEEDAVFV
YSLDMGVSPLNRAQIAAEIETLRREFAGENYHILERNCNHFCDELCKRLVGKRIPSYLNRAAWLGRWISCLFPPGSLLGP
RLPEAVEPRGTSLQLFEGSGQRLGRESWTASSQGLLSCPLPPPQMFSGVLRRLSEQRSGEEDDRFPQPNSQTIFLPADDA
AALEFSRALLADAAKARLERQKGR                                                        
>Tgon_XP_002364401                                                              
MTMEGQQDLTVIPPLSHQDADRRWAVQLRVYDISRGIARQMSPLLLGRQIDGIWHTGVVVYGIEYFYGGGVCTLPPEEVE
RDYQMQPTCVVNMGFTTIDKSTFDAFVEQISPRFTAATYDLLNWNCNHFTTELTQYLLSKPIPDYIRFQVQEVAQTPMGR
MILPMLQRQQQDIQRVAAAMGRRTLWTQGESPQAVAASPASETFSPPDISSPLATVLGRVCTNRELARSTKKVFLLTLLT
VVSNLLKPERDSKFLRLRRSNQVIQSKVLRIPGGEEALELLGFELLRGGEPLGARPGAAEAPGGDANAEDEFVFTLFRDP
TTEANAVEKLNVQKTEIQAFFDALERAGGATTPSAASSGAGDSDGGRSATAVQSPEEKFKFQLQQLESMGFPDTQKNIEA
LQAVNGNLNASIDRLLS                                                               
>Pfal_Q8I2W1_Q8I2W1                                                             



MNIFLHTYTLDVPFFLKNVRHTGIEVFGNEYTFSMDGIITCKPKKSSIGQYCKSYELSDVKLTYIQFTEILNVLGKIYRP
NTYNFIYKNCNHFCDDLFELLSGKRLFHRFMLYSRIGKLFGKFRNVALCGYINSMEITRDDKILYIYALNLSKSLLQKNE
QLKNSNEVIYLKDINYECYKNYNEHASSFYVVPYQSYAHNYCNTQKIHYNDNVLNNAIKCLSDEIKNNLPKPEPLTSVYS
FSTSGTYSFG                                                                      
>Pfal_Q8IJX2_Q8IJX2                                                             
MTKNKKGKNKEVINNYEEEEDYNIIDHDENAEVDVIPEPDFNSNMVYLNIYDLDSVSKVVNTVARSVGAGAFHAGVEVYG
YEYSFGYIMDGETGVTKTNARYHPYHVYRETIPMGKTPLTKEEVDLLVEVMKLQWIGDTYDILSRNCLNYADYFCNLLDV
GGIPEWVMSLQKKVTWVKSNINIAASKLKELNKAAGIPNVINYLKKKYEDSNSSDDYKG                     
>Pfal_Q8I5M9_Q8I5M9                                                             
MATKFSVKLKIYDLSRGMVKTWSPLLIGKQIDGVWHTAVLVYNMEYFYGGGILCLEQQEFETFYNIKPVDIIDMGTTELL
QTHFHEYLNGIQKNFTVDKYNIVNWNCNNFTNEVCNFLVGKNIPQYILNTPYEVMSTSKGKLILDMMQSYQSSIAPGFDN
NQNNATNQQNNQSIQNNIASQDNTLISNNIASQDNTLISNNISCKTLKLMEEKTSSIDGNMNNIKNMSSNENDIISLKEN
YNIHNNENIGKKIDDSCKLPSVSLENFFKDCEIEKLLNDYIKDEKYGVEEKKKFFSFLKTFYDNILENEDLLKNRIIYKK
KHPMFFNNIHTMNEYDNILSSLSFCMGFVQNNEATNLQHFTIYIDMKKIKSTTFQQHLHLVINKEIFLKNKDPSIYENHV
LYLKDISEYISNDNDKAKNNSQNGLFVFLSHMFLKNNVDMNNTQNDISSFQVLNNIIKAGAQEEKQYILRLNKIINDHIQ
SLT                                                                             
>Ptet_A0EFV5_A0EFV5                                                             
MDNQKYKVTLNMYDLSQGMARQFSPMFLGKQIEAIWHTGIVVYGKEYYFGGGICAQNPKTTIYGYPIEERELGETEIPQS
TFEEFLRNISSNYTMEKYDLFKNNCNNFTNECAEFLVGKGIPENITGLPQEFLNTQLGQMMKPIIEQITNKQASDQTEHF
NQVYNQDLDVLQNFQNINPQIINQPQPQPQIVPQNQTVQAAQQQPQQHSSTDTNVIPIEDLESFFCLIESSPQCVIDFYT
DWCGPCKTIKPVFHKLSLDYPHINFYNVNIEKARELADSLQVTSIPTFIIYQNGQQKFRWTGGNQNTLKEYIDKIK    
>Ptet_A0E7R0_A0E7R0                                                             
MDHHKYKVSLNMYDLSQGMARQFSPMFLGKQIDAIWHTGIVVYGKEYYFGGGICAQTPKSTIYGYPIEVSQLGETEIPQG
TFEEFLRSISSKYSMEKYDLFENNCNNFTNECALFLVGKGIPENIIGLPQEFLNTQLGQMLKPAIEQFTNKQATAQTEHF
NEPQNQQLQPPPSSQNINAQIINQALLQPQPQSSQPISLNQKVQPAQQPPQQQTITDTNVTAIDDLTTYLCLIESSPVSI
VDFYTDWCGPCKTIKPLFHKLSLEHPHINFYNVNIDKVREIADSLQVSSIPTFIIYENGQQKERWTGGNQQTLINNLQKL
K                                                                               
>Tthe_XP_001020169                                                              
MAEQKHRVVVNLYDLSGGMARVFSPMFLQKQIDGIWHTGCVVYGKEFYFGGGICSGLPKQTPYGTPVQQIDVGETEVPEE
VFTEFLRDISDRFTMDKYDLFKNNCNNFTDECTHFLTGQHIPEYITGLPDEVLNTPMGQMIKPLVDQMQQSVVNASGQSA
LFPAQFEGVNNPQQMFGNNQQQQQQQQQAPIFPNGINNTDILNKFTQLNNNQPVDMKKVEEATDLMDYFTKVEGQKAVII
DFNADWCGPCQVIKPIFAQYSEEYPNIKFISVNTEKNKEVAQQFGIQSLPTFITLHEGEISATWKGANQVNLKNNLDKLA
EKLK                                                                            
>Tthe_XP_001018331                                                              
MGNSSSQNTSSSGLRNSQVAQNNQNQSNNLETKINQVKALFANFRVQTVFIASRQISNEGNPFHHHGLVCVGEQRQKIIL
EIFQEGFSAGLYIEEIFIQTNYSHDFSENIEFYSILEKAIQLTRDKYNLAFNNCQNFAADLYKELTGNEGPINQSKIASF
FMVSSSSSIVGSAVSSKVSGGQRQN                                                       
>Tthe_XP_001014812                                                              
MKIYLNIYDLAKANYYLHSLGFGIYHTGIQVGSAEYHFGGHEGSSTGVCQTEPKEYTSNVIFRDSIYLGECNLSYSQVNS
ILEELKRDFVGNSYDVLTRNCNHFSNAVCQRLLNKSIPSYINRIAYVGNMFRCCIPSALVAGPGSDPTRQDNNYSGSSKQ
SPPDSENIAFKAFKGNGVSIGGASKSSSKNSKQGYIQQHDIEN                                     
>Tthe_XP_001013354                                                              
MAVEVYLNVYDITKMNTFIGCLGLGLYHTGIQINNVEYRFGAHDDYYSGVCTNTPKDGMGIYRFNRSIFLGMCDLTSDQI
EEIISDLEIDYIGRSYDIFKKNCNHFSDDLCKKLLGKQIPRFVFSVSNFLSFTRCIVSKKIIKGGFDTSDRQEKDSLFLG
KKRIECKKTRDVEMSLIQSQYSF                                                         
>Pmar_XP_002783800                                                              
DYNCGAFHTGVEVYGMEYVFQYYANELSGISAQIPRTDSAYVYRTTIDMGWTNYSNDEVHRIIYEEMRPQWIHNTYHITK
RNCVHFSSALCRRLGVKDVPDWVFGAAKTADATRGISALADAAWRAAKYWNSYYYNDDDDGESTGRNEVDPETTTVTFPY
HVQQ                                                                            
>Pmar_XP_002771808                                                              
MSVRRHPLCSLPTTSVTSSSSSTASIASSSSISGGGKQGNIKDLLPPEVSQNPESNAVVLNVYDLDQGIVRLNTILAMVG
VGGAFHVGVSVFGKEYYYSGIGPPNGPDDLDPSGVYWHEPTHHDVHVYRQSVYLGSTALTERRVYELVRRLGEFWTIGRY
DLLRRNCCQFAEALAQGLGVEPLVL                                                       
>Pmar_XP_002787915                                                              
MRRARSTTPTNTRGHTRSPTVTASNASILRWASLTATEQEHLASILDNHGIQFRKIMARGGHVFEAFGDTGHDRRHPPAV
FNTDLDASGGGKLHRTMEAFYADRGVKDATVQAAKALQSTGQSQTSVNWLTDRLGLRRLTEQGTLETLLLAHRSREADMM
VDKSSKSVNHPIIIQLPLSDIESLAKKYIALWVYHHQRPEVLAATRSSQGPLGSPAPAAAVHAGVLPQDPSTSYDDNGVL
NEYMSPSDDGQSIISDYLQSIQQYRKARQELETKAAATAIPGQHTLEGSHKAAELTWVVADMLHACQRSMIDSVKEARQS
SRHPLKLPCRDFDAALEPCVHTLLREESTLLVSRIDPAISDIRLPPASGPLVADALNAVASHITTTADELVQIIMDGSVD
NWITALSSLLLFQQSPQPIDKDGILNADTPVYQKLVRLRDSILADESGTLRQAAVREFCETLLSSSVLETYCAQLTRREL
LEIYEIEIMFRVQDKDGDGRIDAAELADVWKDALRKGRSIDAGLMASEVARTLDIMDIDGDGTVDLEEFKHAMLVNGTMP
HHLMEVNELLRRKLQKDPLLLHDIIDEFVRLDTSGVGILSYQDIYDGLLSRLGDDGKSKIEALRDMDLDGSGSIDYYEYL



YYTLGRRKEKVELLFYDISNGASRTLGPILFGHRVEGIWHTSIVAFNKEWWYGGNVFRSVPETTPFGTPIKRIQLGYTLH
TQRELYNVLVERLSLEYTPESYDVMTNNCNNFTNDVSMFLLHKGIPQDILDLPYRLMSSGLARILRPFLNHWLGGFGDDG
VSNEENLLHSLADKLASGDLSAVNTMVHYSPQEAGGSPQIVQITAVNRKKKTATVRRFE                     
>Pmar_XP_002786189                                                              
MASATESSSDASESSDKSGCEVYLHVYDLSENTKWLADEFSLKDYNCGAFHTGVEVYGMEYVFQYYANEPDNNELSGVSA
QIPRTDSAYVYRTTIDMGWTNYSNDEVHRIIYEEMRPQWIHNTYHITKRNCVHFSSALCRRLGVKDVPDWVFGAAKTADA
TRGISALADAAWRAAKYWNSYYYNDDDDGESTGRNEVDPETTTVTFPYHVQQ                            
>Pmar_XP_002785974                                                              
MMLPCCGAHHTGVEIMGREYSFAKGEGVYDCRPRDAPDARFKMSLDMGRTSLSMRQIEAALDKLRDEYRGESYHIVKKNC
NHFSDALCRAIIGRPLPPWVNRLAWWGSWCACCISDYDDEATHNAGAGSSGQPLLPVRPPMQQLFTGQGHALGGTQESTL
GRLMSFFPRRTGSSEGQLTTDGSGSSRELRLQAIEMRHTSGQEGGIRGAE                              
>Pmar_XP_002785882                                                              
MSVRRHPLCSLPTTSVTSSSSSTASIASSSSISGGGKQGNIKDLLPPEVSQNPESNAVVLNVYDLDQGIVRLNTILAMVG
VGGAFHVGVSVFGKEYYYSGIGPPNGPDDLDPSGVYWHEPTHHDVHVYRQSVYLGSTALTERRVYELVRRLGEFWTIGRY
DLLRRNCCQFAEALAQGLGVGPIPKEFCVLSRRLSLAADSLGGALGAVTGAVEWISQPTSDSQAVPDSQFMNESNTSLSS
PIEKPILIVRVLPLVSVAPNGGAAPIRIEQGDSLFGRTNPKQLPNFHVLDHPSISRTHARLNLCGETVTIVDLGSVNGTR
VVCPWQGQQARPHLLPPRSPRRINLLMDEFIVMGAVSLHLHLSYQKH                                 
>Pmar_XP_002782648                                                              
MSKAKTVMHTVEAISHYLLTSAKLKKPIDDNVRNHCVFVLTYQARRLFALLTKQEHHYSTRLAHESHSMDALVKVRNDLG
SITGTIDRFLAREQNGSQGSGGGGYDLTAPSVNTVLSEVVGVGGAFHAAVEVYGVEWSYGYCQYGCGVFAVPPTSSEPGS
IGTYRECLPVERCRLPVTEVIQILEELKGDWPGSSYDLLHRNCTHFCDVFLRKLIPHQGLIDMEAPPERVTISTVNEEEI
MLREWRQMWDAALRRMTNVAWQYGDRPAIDDGIIHSRMDYQADDYRFDRECRSTYELRASVVRLAAAQFALMDQRARWED
TQPVHHSGGSFMKPPVRYPEVQEDARSPKDAGLISYSADRPSNSGLLSFYQALNQSIRRCNEILDVFVPEKPIQECHSSI
MAAFKRCEEEANLTYPERDVRVKNLTQFRPAFTSREMEERIREKIERDRLDALEEDKFLPITT                 
>Pmar_XP_002781716                                                              
MSSINGIKVQAHLYDLSQGMARQMSPMILGKQIEGIWHTGVVVFGLEYYYGGGICVSPPPAVPGMPYRTIDLGVTHKTRE
ELNTYLRSIWNKYTTETYSLLTNNCNNFADDIAKFLLNGQGLPSYIVDLPNEALSSPMGVMLRPMIENMEAQMRQSINST
NSGGLNPFQNHVSNLPNTVAAPVVSQSPATSSSAKPGLSKIPENLEPKALDFVPHRLPKDTRMLNLAVAKLTKLGITDVD
SINRAVTEGVTTDGSTATMNVILDTTAQYEPKIFSNYVLAVGALVRNWLTIPGAEKVSHLNAWLRKSSEAFDDMDNAVRA
MLLTALMNIENPTNQLDEEMMSIAQHAGN                                                   
>Pmar_XP_002780994                                                              
MQLTESVLSVGELPAYPKRRGPSTTVDDRQVLLHVYDLDKVVSHLNAVTRAFSWGAFHVGVEVYGEEWSFGQTTNPEATG
LCMIRPKSHEVHIYRESVVMGETDLSRGSRFCMEAPDGTSEGHRLGCDKEMPPWVEALPSRTEG                
>Pmar_XP_002778800                                                              
YDISNGASRTLGPILFGHRVEGIWHTSIVAFNKEWWYGGNVFRSVPETTPFGTPIKRIQLGYTLHTQRELYNVLVERLSL
EYTPESYDVMTNNCNNFTNDVSMFLLHKGIPQDILDLPHRLMSSGLARILRPFLNHWLGGFGDDGVSNEENLLHSLADKL
ASGDLSAVNTMVHYSPQEAGGSPQIVQITAVNRKKKTATVRRFE                                    
>Pmar_XP_002767986                                                              
ELGVYDCRPRDAPDARFKMSLDMGRTSLSMRQIEAALDKLRDEYRGESYHIVKKNCNHFSDALCRAIIGRPLPPWVNRLA
WWGSW                                                                           
>Pmar_XP_002766558                                                              
MFRVQDKDGDGRIDAAELADVWKDALRKGASRHRSIDAGLMASEVARTLDIMDIDGDGTVDLEEFKHAMLVNGTMPHHLM
EVNELLRRKLQKDPLLLHDIIDEFVRLDTSGVGILSYQDIYDGLLSRLGDDGKSKIEALRDMDLDGSGSIDYYEYLYYTL
GRRKEKVELLFYDISNGASRTLGPILFGHRVEGIWHTSIVAFNKEWWYGGNVFRSVPETTPFGTPIKRIQLGYTLHTQRE
LYNVLVERLSLEYTPESYDVMTNNCNNFTNDVSMFLLHK                                         
>Pmar_XP_002766392                                                              
MSSINGIKVQAHLYDLSQGMARQMSPMILGKQIEGIWHTGVVVFGLEYYYGGGICVSPPPAVPGMPYRTIDLDVIEEVFR
YTTETYSLLTNNCNNFADDIA                                                           
>Bnat_84997                                                                     
MGADQSSQQPTYAAEKQQPATNTKGIAVKLNVYSPSQAVQQKAAQQQQQQRTQTAGTNTMSQVPQVPGFGVYHSGVVING
REYTFGGGGGSGSGVVEHTPGAAYGRKDGNWQFYKTVDLGCTKLNSKQISGALSNLRGLFPSNSYDLMGKNCNHFCEMAN
SFRGGTDFVDKHKAVIMEEERKRKAKEAKLKELKNRQTKLKAEPPSGSKGVVVVQVNCPSGSKVRRRFLETDTIGDVMEF
VYASDAEVKRRRRRRRKGEYEAAAR*                                                      
>Bnat_140340                                                                    
MTDSRIKAYLNVYDLVKYNAYVHWAGLGAYHTGIEINGVEWAYGHAERGTGVYPCLPGSHPNATLRERIELGDMDLTIHE
VAECLERLRPAFSGYRYHLLYKNCNHFTEAFHKELTFKRPPSYINRLAAVARCLICCLPEYMQPRPGIDIPKADDAKGRR
LGDECSGAGKIERMQALIYKTCFGDVEEEEKETEEDDEEMAIDHRGDSSSLEVGESNDDAKLRMIASFASNEDDGMESSH
PLGFSSSSSSSRRRRMSSAEDINDSDMLIPRSPTPPISQFKKKHKGNKQQQPREMMVMSNASPGRLHSSSSTPQQPVSAA
AASRIGDGRRSRGGMIAHLPSAEDLKVAQKMNQLAIFLARHSNRGDGGVQYSGIMRNSFPSGYSEEDLTFVEDEGAAVSD
VDNDGIDVVSNNDRR*                                                                
>Bnat_43081                                                                     
VYLWVYDLSNGMAKTLSKQLIGKQIDGVWHTGLVVYGKCYEYYFGGGIQGCKPGSTQAGNPVKKLPLGTTYVSQASFHAW



LRSESSKYTPKTYDLIKHNCNNFSDAASNFLIGKSIPSYITGLTSDVLSTPMGKFLQPMLSNLHNQHQAAVPWGEDHWK*
>Bnat_128886                                                                    
MSSDWEGSSEIREKSSSRRKEGKRDNRAPFNVVERGINGPSAAVSADRFHTKGPFRTSRTNFSKRGGSTPLPPCPSPSYS
GLKAPDDFELDSPSSPSLNADEGIDSWEDGPNASKPSKTVVLNVYDLNPEDDKKKHVTNVNDWALMVGTGAFHSGVQVHG
REWSFGSSADHIRAIQACRPRRCCPMQYKFRMSVEIGSTKLSPKLVKDLIEKMAQSDRYQGSAYNMLKNNCNDFSNDLCQ
RLTGGRGIPKWVNRGARTLDKILDSAEKVASHPVTKSVKQAFCYAGRGVSEGVTVGVSAVRKTMEASQEGLKDFLSQMER
FQCLGGGGLLRTCYGENDLQEPETTATTKGTTNPPSQVRQTSKEGEKKQRNRRSGKTARTEQNKFPAAEKSASLSSTSVV
STNEFKGLGSSSVAEIGKKRSHGSTPQGTSL*                                                
>Bnat_85412                                                                     
MAATRPECRVLDMQNSVEKRMRLVEENQKSFRKALIKTVAMGDGREVIMALLTASPRPSPDLRNGDLLLRLSKLFGEVIR
RADRSTDASVTYFRTTLVQRVKGNSFATSAPGARSRGSESIVSGWRKISIPKQLATSFSTDRRHLPNLGVLRHRNYGSSR
PDLCVSSSSSSRENELGKEKAEGGAHGGSVPPEEHGSDGQNKEKVVLRIYNIDKYGLSRLGSKALKKDYNEIYHGSRNNS
SSNSSSSSSNQNSSSGEAVEVRFGYAPAEIVDLGETSKTHEEVQEYLEELREKFNVETYDCFHNNCHNFAQELSMWLTGN
SIPQWCLDHGGEALSNLPAKDAETIRWASNKIAKIMMVSWGRYNKERFDRSKRDQAVKSQQQA*                
>Bnat_67579                                                                     
MHCQQAGQAVQKIALGSTTKTQEELHTFLRSIASSWTADKYHLLQHNCNNFSDTVCKFLLGKPIPSFITGLPSQVLSTPM
GSMIAGYYENMAKQQTDSFVPTGSGDLNLPPIGGGASMESLGVTGAGTSSSSSSSTSLSTEGLGTKDLTGKLIRKVWNEN
DSKAARKTLSLLS*                                                                  
>Bnat_69171                                                                     
MGSSGSKKGAEPDRKTSGTTPIPVSLNIYEPKGGDSANRGLPAFQIFHRYKETLSLGTTSLTKNEVQAVLREMKSDWKNN
TYDLTARNCNHFSDAFAKSMGCTVKVPAWLNRAARVGNAIRSVIGKGGGGAKDNKKNSANAAASTGVDDGKYSVITEGSI
LDLVDCSRAGCMNESASHPLSSILGNKPTQTPSSSFLESDADEQLLIVLPFKQTVKPRAVVLHAKIQESAPKTVKVFINM
PNLEFQDAEDADPTVEFTMEGETATFKLPAAKCNCVSSMTIFVEDNHGADATVLHHLDIIGKK*                
>Bnat_23602                                                                     
VELYLYDLSQGMAKAMSMGLLGKQIDGIWHTGVVVYGSEYFYGGGIQASSPGMTQAGSPVQRLPLGVTYITQDVFHDFLR
SVADQYSPRTYNLLTNNCNNFSDAVSNFLLDRPIPKHITDLPRVALSTPMGQMFRPMLENMQNQMGGG            
>Ehux_197358                                                                    
MRAAHSSSRAARLVWLLLPELAIGLAARPKLTSAREGGSLAPPPREASPPPCSARDVVVRVFDIGTPGLCKTLSLITQKD
VLWFPKMTVSLGGRTWSYDGEVERTVPQIVENAAGGPPLLTLNLGPAELSDGEIDALLDEMGSTDYTPAEYDFFYRNCNH
FCTDLADRLVQRGGGGGTPLPREFIEVRPCASLVSPQLAPYHTLTVPQDAVLAESESLLVRMPGAQQQLTRSVTRQVQRV
IVAAWRTQWKRALAEYEEQEEEAQRREAAA*                                                 
>Ehux_465005                                                                    
MNAFFLASTAFQPGSRAPAAPVLRHASPLAVFRTPGSTDQAVADQQRRAEAAGLTPKEYEEATRRAAKEYLDASGAHAMP
ADGSAAAQRASFLPQLWGVDSIPAVPAEAAADEARVLATFYEIGGPLTSVLSTSVAKQLPMIPHVGIRVHGVEYFYSDHI
ECRTVTIDLGPSLLGKDEVEGLVGSLEATWDADAYHVFDKNCVHFSDALAARVSEGGLPQPLVQGVLDVSERMLDSLPEW
RRALGRRVMNEVTRLVVVSWGKASKEKKERVADDLGVERGA*                                      
>Ehux_220070                                                                    
MTVTRSCSLLALLLLLPTEVVGMAVRPKLTVFRTGPQLRPPARETPAADAGARDVMLKLYDISSPPLVSAFQALAFKEGF
WFPKLSIGETYDGILERVSGGKPLRTINCGPTSKSDAQIAQIIAEMGATDYTQDRDEYCFFFRNCNHFALDLAERLADGG
EADAAFIDAHVLHESEAILSDLPLGALQQTLTRQITRQVQLVVIKSWRKEWKRQLAEYEEEQGIPLEERKVYAKQ*    
>Ehux_417423                                                                    
MRQPSTLEAFRSLLAEAGDTPVIVDFTASWCGPCRAIAPTFEQLAGEFPAAIFCKVDVDANQETAAECGVRAMPTFKVFR
GAREVGALQGANPAALRALVQQHAAAAGIDKAACDAAIADVLRRNSPPAARTALSTVLKLVDNVIASPADPKFRRVKASN
EAVKQRIVAAHGMPLLAAIGFREEGESMVLPPGVDAVALGDARRALALALASAPALAAAAAAPPAAVAPAASVVAPAASA
VPSAVPSAASAGDGAGEPVVLYVYDLSGGAARGMAQALLGIDVEIIPHTGVGVFGREYYFSGGVQREPLGAFTAHSGLPV
HQTLELGRTSLPREVFDEYCDEVGAARFSADAYSLLENNCNHFSNECAQFLLGVGIPQHILDLPRAVLASPMGQMLRPLL
EAMGRPLNASLGHGDAAAAAPPTQPSPLPQPPYTPPAGVLAAVRAEEEAAAAARSAAGAGAGSTAAPPAACAHRYAVNTL
QGETVEVAGRPPAVETVGSLTSALLALRPGWAGRRLKLLCHGKVLADPNQTLATVGLDVGATLVAFLPPPAQ*       
>Gthe_93370                                                                     
MSSPASSVVLHVYDLSNGLARQMSQAFLGKQIDGIWHTGVVSYGKEFFFGGGIQVGMPGRTPYGHPVDRIDLGETRIPED
VFIEFLNDISPRFSMDTYDLLRNNCNHFSQEAAKFLTGKSIPDYITGLPDDVMQTPLGGMIRQMLDRVQDYARQNAGTSM
PVFTEPTVTAHPHASLELPFISSYDKPFLLHDKGDNGQMNMSKLRSLHEARHRDAGTEATSEESRAMDALEEYLKLPVDC
GEPLPRECYRFLAKILADGLCTPGAPC*                                                    
>Gthe_68146                                                                     
VYLNVYSLTPLNKYLSCCGICIFHSSIEVFGVEIAFGGHANSSSGIFESKPFYQLEQIFVCYTRKTYSQLQEILAEIAPD
WPGNGYDLLRRNCNHFSATLTGMLAPKFKYPNHINRIARVASSISCCLPSYIAQTEFPQFTELWEGEGR*          
>Gthe_141342                                                                    
MCNVYDLRFQREEGEGGVKGGNAGLSRLGLGLYHSGVEIYGREFSFGYSEGGRTGVFEIPCKCASAVMSQVTFKESVLLG
YCQRSRFEVRRNCNHFSNELSKLLVGKPIPSYVNRPANVGQNLLSLFSMPASALGGMLKGVKMVKKAKKRSVGGKSDPVL
TRHASI*                                                                         
>Gthe_144484                                                                    
MCNSLEISPLASGRYTARDLDAAVSLFFDRGPEILLMQANCQRLEPNSESSQPQEPVSGDMAYENGDQGPIDFTDVQNSL



EHLNMDAHAMERSRRRRPGTAPPNRSAGQAQLDLDKKFDAMRSVVGLDVPDEVLEQLLRNAGGNVQMALETFFESESKDF
VMINSYDGAGIPLPSEDLGIGRSTTHHQTLEDKYAFPHTLCAAIQLLPCSDNTPRKPYESLAALIGSGVNPHILALLMVE
TQGEVEKALEKYSEARTNPAEVEKFEKVVTAEQYYLRPEEAVPVYCNVYDLAWGQDDKDGKKKKVNSGLPGMGFGIYHSG
IEVYGREISFGYSDDGCTGVFEVPSRCAGGVMPRITFKEVETAPAVQPLCWRSRWGISTARVMKSIISCREKYRGDTYDL
VRRNCNHFSNELCVCLTGKKIPAYINRPANVGRVALKLFSVPAIAFGKLVDGVKKVQKKDSDGGASDGPVENPQLQGP* 
>Gthe_61510                                                                     
AGLEIWGKEISFGHSRRYRSGVFAVKPKKAQEYMPNTRYKMSIEMDSIFMSRLSMDKLLCRLAMKYTSDSYDVVRNNCNH
FTDDLCMAICGKSIPEWVNRPA                                                          
>Gthe_81819                                                                     
MGERVLLHVYDLSPMNAYAYDFGFGAFHSGVEVNSVEHTFAGNESSSSGIVRHPPKQVPSARFRISIDMGETNKSSSEIE
AELAFLGQHFQGNTYHPVMKNCNHFSDAFCQALVGKRIPGWINRLANMGSCFSCLLPTGNRSYD*               
>Ngru_XP_002682961                                                              
MLQNKKISSEEGLKVYLNVYDLQKQQGFFSGLQNSVGLGTYHSGVEIRNTEYMFSSEEYTTILELNNIINQLKTSFKPSE
YHPLRKNCNHFSNELCKILVGANIPSWVNRTSSVGSFFSNFLPKKTEQSLIDQAQVKQFFDNSNIEKHENQNIFTSVNNI
VNMKSIECLNQKKPNIVQNIFELSDRKFLESDVDEQLIIRIPFISNVDITCLIIKCLDRLKCPREILVFTNKNGVSIDFD
NVDSNEPTQVIEMDPEQCVKEVAIPLKIAKFKNISVLTLFVTNNFGANTTQINNLNIIGRSGMSVDLTKLSNNCPSCTGG
SCQ                                                                             
>Ngru_XP_002679609                                                              
MSQTFRVELYVYDLSMGLAATFSQQFTGKHFPGIWHTSIVVYGSEYFFGGGVQVMQPLTTPYGQPVRRIHLGDTQIQKPL
FEEYVQAIGSERFRMDQYNLFENNCNNFSNECSNFLLGKNIPDDILGLPREFFETPLGQMVRPMIDNMMGGSSSPQQQQG
GLPGGLGNMGNMGNMMDPQFLSQMMNNPMVSQMMNQFMGGMNTGNYNPYGGSNSTPQATPPPIDTYNDPAEIYKYNKSNV
PQVVAKLKTTQASLLDELKGDIRVLNQLEQYLQLPQQDDTKSTLVNNETFELLKKLIGGAKENEVFPILDLVRLLVLTSK
FSKAITIGEHKALMDIIEERFVSKWSSCSMPTQLMVLRLYCNIFDKYYSAQSLTPDTVKYITKDSTRLAKVVDIISTSLG
SELEGVRLTAASLSCNLTLYLSHQNSDEEIQLLSSMLEYITAEKSKDVAHKMLLSMYRIAKSSTSGSSEIKEIAQALISD
AKTFTSGPGMQALQSSDPKLITEVKKLLGL                                                  
>Ngru_XP_002672480                                                              
MPSIPKTEIHLNVYDLVDNNNLYVYGLGIYHSGLQIGGTEYTFGREGAFEHEPKKAPAVPLRDSIFLATIELPRDRIVSI
VDEVSKEFNTQKYHLLNRNCNHYAKALYERIIDRCGRIAKEKSTPIPGYVNRMAWLGSKFRCLIPPDIINTAVPSSAEGT
ETADEASSTGAGSKFSAFQGSGRSLSAREEPKKSSSGGLFNSMFSKDQSQDIEIPAYYEDSAESRRERMLKAAEKRMSSK
TD                                                                              
>Tvag_XP_001324884                                                              
MTKIKVNVFNLTPLNKVFACFKVGVYHTSIVIGEEYEYYYGFCQRGITGIDGPEVINQLPSVMQGSFNSSHEIGETSLSV
EECREICHQLKASDKWLSDYYHVLYHNCNSFTLEFCKILVGENNVQNYPYWVTRSESIGRFVFNISLSHFLGFVRYVPGF
SFPKEVCNFNKYQGDSDPYDIDEVGSEGSDAVVTEPSHGKNQ                                      
>Tvag_XP_001319605                                                              
MVKIKVNVYDLTASNRAFRWLKLGVYHSSVVLDDKEEYFYGYFGEKTTGVHLSECLNMIPDYMEGEFYTSYDICDISLSF
DECKNIIQSFMNSTEWMSEYYNFMYHNCNDFSHTLCETLVGIENMKNYPYWVLRTQKIAHFVYSISFSPMLFHLLGQIGF
GLPFEQKQSAERQHNLDAEIYSNYYTQNEIDSINERTDIKQELLPKHTKTKQAKINSESNLESIEDNSRL          
>Tvag_XP_001302357                                                              
MAKIKINVFNLTPLNKVFACCKIGVFHTSLVIDNKIEYYYGFSMYGCTGIDSPEKVNHLPSVMNGSFNSSYEIGETSLTR
MECREICRQLKQSPEWLSDFYNILYHNCNHFTLELCKLLVGENNMQNYPYWVVRGERIGRFLYSISLSHFLCYLKRLPGF
GSPYKPAEIKFPSESNEEEENIENVNTETSKNDTVDY                                           
>Tvag_XP_001302298                                                              
MARIGVKIYDLMPLNEKLRYFNIGAFHTSIVLNGNTEICYGVGGAFNETGISSYHISSEDSNTAGFENVNYYKIIQFGKI
KKTTQQVEDIIADMSVLPEWKNGSYSVLLHNCNSFTYELCRRILEPDQLKNYPMWIFRGENIVNFIIKISISPIYVLFGK
QSPIFRPPLNDPDAHYSESTDFEEQLLHRTTHFND                                             
>Tvag_XP_001308189                                                              
MEGASIRVNVYDLTKVNSLFRKSKLGVYHTSVVVGDQFEVYYGFYKSGCTGVDYATTINSLPSSMSGTFYSTYELGKSEL
TVDECRKVARQMSLREEWLSNRYNILNHNCHAFALEYCKAILCPHKLLNFPAYVFKGESVGSALYDNFLSLFIDKDHPPY
FLNKQPYKKEENRPPTIIIQSPTKRLSVW                                                   
>Glam_XP_001708029                                                              
MTWSLPSSKMSGDFVAVVTHNLKMKISLHIYDLSQGIAKTVSPMLLGQTIEAVYHTGVVVAGTEYYYGAGIQSEPAGQTH
FGVPLQQMEMGETTKTQDEIRAFLNSVQSRYTESAYNLIEHNCNHFSDEFLQFLCDKKVPEHIVHQGAAFLQTPLGRMVA
PMLQSSALGIPGASLPNPGSTRISPSPPTKAGSITIEKPLFFVPKESDLAASQDCIIAKYGEKGQLSEGSAFQAEFSRLT
RAVLDKAPCDVSLGVVKSVCDELSQELNSSTAQDERFIRAALDYLSCVCLSSDQSSITDSCVPLHLLELQDTLPGSVLES
LYRYIHNWFVQLRGMHDFRNNADRYLDFFIIKLVRSSDSMQRLYGYRLLYTVSRIFTKKMAIDAQTSLCELLINAILDAT
AKAAAEGPDRKPNVQIANLASGALGRLVLTADDKASPNGWYSTAQKALANAGLLSLRAPCCTDLHEYLHADEGDADLF  
>Tcru_XP_818749                                                                 
MGLCDSKSKQVLSTSGVAEKRKNSSKGNGPAVSSSSTAAPGFPPSFSSTVPAGSSSNAPTTTTERRREGVAVVLNVYNLQ
RRSVRGSRSLNEWVGLGVYHTGVEVFGTEWSFAGCAGCSSHVCGIFPSLPKTVLPRQMLKESIVLGYLPPDTEPSRIYAV
LRKMSPLWSASNYHIFQRNCNHFSRAFCDAISKEFPEIKLKKFPSYVNRAARVADMILPDVFYRSWTKGNSFPKPNSPIP
AAAEGEDTAGASSYGFGSKDEGVATIPIPSTREAMESMTVRELKTMMWVNGISWDGCIEKEDLIQSVEAHRQRHPRR   



>Tcru_XP_818745                                                                 
MSLQNILAAANSPKLVRIISTVESVLKPLNKSGDTARAPVSATEKGRGERKFAENTVFLNLYDLTEANDVLYHAGIGLHH
TGVEVYGMEFAFGRCDEGSGVFEVAPRYSPPHIFREQLVLGETQLSQQEVLNLVKEFKENDRQWSGRAYHLVQNNCNHFS
EAFAMRLLPPEVRAEQQRQGNLRVYDDGEREVVELSNGKTAILPPLMPRWINRLARNASRFMPSKLVERIDAMDRGGGGG
GGVAE                                                                           
>Tcru_XP_821733                                                                 
MGLCDSKSKQVLSTSGVAEKRKNSSKGNGPAVSSSSTAAPGFPPSFSSTVPAGSSSNAPTTTERRREGVAVVLNVYNLQR
RSVRESRSLNEWVGLGVYHTGVEVFGTEWSFAGCASCSSHVCGIFPSRPKTVLPRQMLKESIVLGYLPPDTEPSRIYAVL
RKMSPLWSASNYHIFQRNCNHFSRAFCHAISKEFPEVKLKKFPSYVNRAARVADMILPDVFYRSWARGNSFPKPNSPIPT
AAEKEDTSGASSYGFGSKDEGVATIPIPSTREAMESMTVRELKTMMWVNGISWDGCIEKEDLIQSVEAHRQRHSRR    
>Tcru_XP_821729                                                                 
MSLQNILAAANSPKLVRIISTVESVLKPLNKSGDTARAPVSATENGRGEGNFSENTVFLNLYDLTEANDVLYHAGIGLHH
TGVEVYGMEFAFGRCDEGSGVFEVAPRYSPPHIFREQLVLGETQLSQQEVLNIVKEFKENDRQWSGRAYHLVQNNCNHFS
EAFAKRLLPPEVRAEQQRQGKLRVYDDGERELVELSNGATAILPPLMPRWINRLARNASRFMPSKLVERIDAMDRGGGGE
>Tcru_XP_815960                                                                 
MTGNFEKSHEPFASSSTDADDGLTASPKFYSYRRIIALPATPPDAASAPRVNGTASTQLPSFCPPQRERSSLLAADRVTF
VLSQVTPSPRAVEFTVILHVYDLSRGLVNRHSEELLGFNVPGLYHSAVVCYGMEFIFGGGIAVMGAGHTRFGKKYKKILL
GTTKKTLSEFMTWIREREKDTYHLNAYHPTKNNCHTFSKDAVAFLLGPNGSIPSFLTTVIEHLVKTRLGQGVLEVLTHYL
IYPKCITNRLLREHMLERKKSAMSIAQSAVACELMSQPPPCVVLFHVDDAAKCRQVFEGLMPYVEQLKQRGKVDQSAKMI
LTSTFIISTGAELIDPTIASDYIELVVRILMYTHTTLWGPVLNSLRIALLHKVVLCACVFHPTLLALLANGVRDFLNMTP
EGKLSFLRVLCNLSSGLHGALALNSSRFALMWVSVVGLALADYRNDAIVYTGASLAVNLAHAFVLTTIPRVSKDHGVLFS
FHRIRQLMTILLFYLRHWPPKRIPEAAMNMMLLALFFLMSSYPENVEFAATHGCRLNYACMLQRAQTNESKALLCLMHAL
EQCGQMSCVNVIS                                                                   
>Tcru_XP_815422                                                                 
MRQSLVQLYCYDLSGGMAENMSKMLIGEQLDAIWHTAIVVYQKEFYFDGGTGIVYESPGKTRFGQPRRVEVLGETTKTEA
EFCMWTQQQRGIGFGPNDYSLLYRNCNHFTQEAARFLVNRDIPDEIRNMIPKVLGTPLGRMLRPLLESVTAAGNSAPPST
LQGGAPPAAEEVGLHSTRTQLTEAEEEDLMLALAMLQSNEFLSSGTQEGFDITRGAIALLRTSLLNILEQPTEPKYRGLL
TTSQSYKTKLLPLEKFGVVEIFRLSGFRLRQHPSGTGQQWYLSDVDGSEEILSIMIAYLNELMDAVDGEAPVSVSVDKNP
TCHEVSHDVQEIDPPEGVTEQDPGDTALQIIQHDAGQPLSSLKELGEWSATKPGIITPAVACHRRVVGNPLKATRLLICH
DMRGGYNPSDYARFALCDASSSLNPVVDNSYTVSYWNLVDYFVYFSHHRVSIPPKEWINAAHREGVPMLGTFLTEWDASD
ICMMLDNVEEMDKVIYQLVEVCNAYNFDGYLINVENRLDPILASRLVPFLAKLLHALNKNRPLSSFERTVFWYDAVTIKG
KLKYQNSLTPENKPFFDVASGLFTNYGWSPGQLPVSAALAGDRARAVYVGVDVFGRSNMYGGGGYDSGKAAECAENAKLS
VALFAPGWTLEEEGNGNRETFLRADAKMWFGLQEIFERKCIEYDTLPLWSCFRSGVGKQFYLNGKRVVDGSTHVVEWCQL
SRTHFIPCYQFSLSSSEKDSWCVLPLKSDDDKLRSVLPVEWITDPVWMGDRSMRFNLPSASAVTLMRSKISLAGCSNING
VLAFIDAAWWRGSNEGNFFLPHLLVEGSFGDSTSQIVFDEENVPDGTGVVASVGGWYVFRYAIPARTNWSHITSISVLNT
SPDHPLGCTLGGVGFLSSGEREKTKSALLVGQPHRLSAEQFSVHLTKQPTVRVVEMKLDKEEEEKWINFVLLANVVTEDG
ASVHLYMGEHEKKPTLWVELRIAANVTVKELLLYPVSPGS                                        
>Tcru_XP_814374                                                                 
MRQSLVQLYCYDLSGGMAENMSKMLIGEQLDAIWHTAIVVYQKEFYFDGGTGIVHESPGKTRFGQPRRVEVLGETTKTEA
EFLMWTQQQRGSGFGPNDYSLLYRNCNHFTQEAARFLVNRDIPDEIRNMIPKVLGTPLGRMLRPLLESVTAAGNSASPST
LQGGAPPAAEEVGLHSTRTQLTEAEEEDLMVALAMLQSNEFLSSGSQEGFDITRGAIALLRTSLLNILEQPTEPKYRGLL
TTSQSYKTKLLPLEKFGVVEIFRLSGFRLRQHPSGTGQQWYLSDADGSEEILSIMIAYLNELMDAVDREAPVSVSVDKNP
TCHEVPHDVQGIDPPEGVTEQDPGDTALQIIQHDAGQPLSSLKELGDWSATKPGIITPAVACRRRVVGNPLKATRLLVCH
DMRGGYNPSDYARFALCDASSSVNPVVDTSYTVSYWNLVDYFVYFSHHRVSIPPKEWINTAHREGVPMLGTFLTEWDASD
ICMMLDNVEEMDKVIYQLVEVCNAYNFDGYLINVENRLDPILACRLVPFLAKLLHALNKNRPLSSSERTVFWYDAVTIKG
KLRYQNGLTPENKPFFDVASGLFTNYGWRPGQLPVSAALAGDRARAVYVGVDVFGRSNMYGGGGYDSGKAAECAENAKLS
VALFAPGWTLEMEGNANRETFLRADAKMWFGLQEIFERKCIEYDTLPVWSCFRSGVGKQFYLNGKRVVDGSTHVVEWCQL
SRTHFIPCYQFSLSSSEEHSWCVLPQKSDDGKLRSVLPVEWITDPVWMGDRSMRFNLPSASAVTLMRSKISLAGCSNING
VLAFVDAAWWRGSNEDKFFLPYLLIEGSFGDSTSQIVFDEENVPDGTGVVASVGGWYVFRYAIPARTNWSHITSISVLNN
SPDHPLGCTLGGLGFLSSGEREKTKSALLVGQPHRLSAEKFSVHLTKQPTVRVVELRLDEEEVEEEEEKLINFVLLANVV
TEDGASVRLYMGEHEKKPTLWVELRIAANVTVKELLLYPVSPGS                                    
>Tcru_XP_813222                                                                 
MVLCCCQNEEDGVADKRVEVSQMEKKGLRRCAPPKPISRPVQETAVQVNVYSLLEQNKQLRKVGMGVYHCGVVVYGIEWG
YGECVESANASGLFCVYPGQAAGTLYRTLFLGVTTHSPQQVDTILHRLENEWRSSDYHILNRNCNHFAQRFCELLSTVQK
LQIPTWCNRAARVCNKLVPRRLATYVHRLIEEEAPKASPPDRSRVREIPESVIPRDWYLHPSISQRPRYVIPFESRNSRP
DLKAPAKQPVGPSAGVATRTDSDASLNGIMTTPPISNGGPSQSESPAVERSLLPEIPLPLMHDLNEVCFFTRGHGVSFRN
HDDTTPSAASQVSFETRREIEHNVQIESLNSQVSIAHVGILGSEEEHTEAADKLIPIDDSVQGGIKEGAMQEEEKEPTAL
FQSIHMEEMDVKSALARFTEEDATPITCSLPVVVLHNDEDDNNDNDDTAKEELNKEQEKERLVNDKHDASYHTESIEPWQ
TSIKGNKFFCKPTIFSKSLENNSKINAKKMTLKNLVRRSSYSWDMFSRVPQDTAGCTTTMVKDDLCLFLLQTEKRGSVAT
NVGSFSELDRKPPLGAVEMNTVSSSPIYSDPEGDDEKHDAKLGDLGSCSVTQEGISEEVFSKTKFNAGTFNPLLHLYDTP
ALRRNRSWPP                                                                      
>Tcru_XP_809083                                                                 



MTGNFEQSHEPFASSSTDADDGLTASPKFYSYRRIIALPATPPDAASASRVNGTASTQLPSFCPPQQECSSLLAADRVTF
VLSQVTPPPRVVEFTVILHVYDLSRGLVNRHSEELLGFNVPGLYHSAVVCYGMEFIFGGGIAVMGAGHTRFGKKYKKILL
GTTKKTLSEFMTWIREREKDTYHLNAYHPTKNNCHTFSKDAVGFLLGPNGSIPSFLTTVIDHLVKTRLGKGVLEVLTHYL
IYPKCITNRLLKEHMLERKKSAMSIAQSAVACELMSQPPPCVVLFHVDDATKCRQVFEGLMPYVEQLKQRGKVDQSAKMI
LTSAFIISTGAELIDPTIASDYIELVVRILMYTHTTLWGPVLNSLRIALLHKVVLCACVFHPTLLALLANGVRDFLNMTP
EGKLSFLRVLCNLSSGLHGALALNSSRFALMWVSVVGLALADYRNDAIVYTGASLAVNLAHAFVLTTIPRVSKDHGALFS
FHRIRQLMTILLFYLRHWPPKRIPEAAMNMMLLALFFLMSSHPENVEFAATHGCRLNYACMLQRAQTNESKALLCLMHAL
EQCGQMSCVNVIN                                                                   
>Tcru_XP_804488                                                                 
MVLCCCQNEEDAVADKRVEVSQMERKGLRRCAPPKPISQTVQETAVQVNVYSLLEQNKQLKKVGMGVYHCGVVVYGIEWG
YGECVESANASGLFCVYPGQAAGTLYRTLFLGVTTHSPQQVDTILHRLENEWRSSEYHILNRNCNHFAQRFCELLSTVQK
LQIPTWCNRAARVCNKLVPRRLATYVHRLIEEEAPKASPPDRSRVREIPESVIPRDWYLHPSISQKPRYVIPFESRNSRP
DLKAPAKQPVGPTAGVATRTDSDASLKDIMTTPPISNGGPLQSASPAVERSVLPEIPLPLMHDLNEVCFFTTGHGVSFRS
HDDTTPSAASQVSFETRREVEHNVQIESLNSQVSIAHVGILGSEEEHTEATDKLIPIADSVQGGIKEGAMQEEEKEPTAL
FQSIHMDEMDVKSALTRFTEEDATPITCSLPVVALHNDEDDNNDNDDTAKEELKKEKEKERLVNDKYDASYHTESIEPWQ
TSIKGNKLFCKPTIFSKSLEDNSKINAKKMALKNLVRRSSYSWDMFSRVPQDTAGCTTKMVKDDLCLFLLQTEKRGTVST
NVGSFSELDRKPPLDDVEMNTVSSSPIYSDPEGDDEKHDAKLGDLGLCFVTRERISEDVLSKTKSSAGAFNPLLHLYGTP
ALRRNRSWPP                                                                      
>Lmaj_XP_001685449                                                              
MTHTTEVASPKSDPALYEKMQHADPLPPSESVLLPSKTVPTPLRKSDESRLHLSVDKGASKEKVVEEEMGPPLRFTTTEV
PLRTGVMTPRSSRHLSVSCVPVEATTCANRPLATVPRKPCLRRAAALRPPNDASVPGAAVRDGQSFLLDRCKPTARDMVV
ELHVYDLSHGHLKRYAQELVGLEIPGVYHSGIVCYGVEVYFEGGIGIAAAGRTRFGNKYRTHYLGVTKKPVSEFFRWIGV
RAIHVNQIHDYHPVRHNCHHFSHEAARFLLGESASIPMYLFSTVDNLVKTEVGASVAEVMTLTTHGMQSSVARQMRSRTL
ERQCSIDMQLSASTACGVMTLPPTAAVLFRPSDLHLAKRLVLDLSPYVKGLIKRKHMKPAALTVLEGMACALMEGTDSLP
PNLLLNYVEIVTESLLRSPLATWGPIFNGLRVAVLHKLCLINCVFHTKLMSMLVLAARDFPRLLPDGRVAFLRLACNFAC
GAYGVIVYSEARYRDAWVSIVGLGLMDSSSTVVYTAACLALNLALGIVATSNLPLRRDMTQQADEHYALRLATLLLYNLR
HRSALQLPEPSFNMILMALYRLSSSNTTALEYVVSHPFKPQYAELLDRCGSNESRALVCLLKTLEDLFG           
>Lmaj_XP_001683580                                                              
MGLSRGHSPRLRRTEVQVPVTLNVYSLIESNKKLSKMGMGVFHTGVVVYGIEWGYGEVVDNPNASGLFCVHPGQAAGTLY
RTIRIGHTTRSPMQVDTILHRLENEWRSSDYHILHHNCNHFAQAFCDLLSTTEKLQVPSWCNRAARVGDRVIPRRLATKV
QHMMDDEPPKAAAPPTPASNISEVPTSVVPHEWYLHPSICQPLRYIDESKPLSVVTRGGHSASASAAAVDGSSSRYSAEC
DLVPPPGYEMADAGSVCPPITRRETYCRTDEKGSVTHMMAIEEQPSVTPSSRRESACKSTASQCATKTTYGHSPAPPSLG
VAFSSGGEDRVMLPRMRASTSQSCSVAPTGSPQASEIETDVENVLQSETSEEPSPSFMSHLPMISSPNRGAANPRKATPS
GSTTNRRRGASFEQQHHVENDSRDEGAEASSEKPLCMTFNSSMESMSAELSDQGGSSAQPHSSFLATSNAMPVGCITTLL
PASPNPPADEVTRRSSDVMAGEHDVSTGVVNMSSEVSNNASSDFASAKHKHRAKATTTSSAIKEQRPKREPGNEFSDITG
ALVCDAPISSATAEASPAGIKHKNSSAWKLLKNQCGLSSKTGSGNAVCKYLSTPSASSTPSSSSSLLQPEAHDDKEAVSV
ATDSGAVDPAADSAPASRQERGHTHVLLSAPASPSSPHSTPVALERKDMGHDAASNEVQDANGTTPTPTTAALQNAPRML
HLGGDSPASATELMPQSSERRLSRSEPSLVRGGVPSPVSPPDLGLATTASRPIDSPGPQPPPSFVTPERPSIITNSGAVT
TGCSPAAAHQQCRRASSSAAMSDSPPPDRERCRTPIPFAGRRRGNDENVAPALQLDLGSDEAEPPVSRSNSRHSRTAVEA
GTLSTADKTAHAPMVSRSCGPSSLHREETATGDSRIGENASSAHSQAPLAAKPSLNTELADPARLSPTPLESIRAAEANQ
PPTLPPCGTH                                                                      
>Lmaj_XP_001681303                                                              
MHATKSGVTTLSASAGNSDVPVMSAAYEDAARQPNAVFVNVYDIMKSNSWLWSVGLGVHHAGIQVYDKEYQYGRCEEGSG
VRAVEPRHSPPHIFREQFFVGQTQLSALEVRKLVARLEQCDTWQGSKYHLVKHNCIHFAQAFCEALLPPHVRVAQMRTAL
PSTYQSAYMEEVEVDGQQYSLPVLIPPHVSRLSNYATSYLPESALQMLDSMDNPFSTP                      
>Lmaj_XP_001685987                                                              
MSSSSSHRYTVSLYRYDLTQGMARSLGPMLIGRELEGIWHTSIVVYGKEYYFDGGVGVVSDPNPGHTRFGQPYRTEVLGQ
TTKREEEFCAWTRQQHRAGFGPNDYHIFDNNCNSFSDAASMYLLGRHIAQDVLEMIPTLLSTPVGQMLRPMLEQATFGGA
GVAATGMVAPFSSSLASPPPPVIGGGGDACAGLLSTRQTVTEADEEDLMVAQAMLESNETIADGHLSPAEAFENTISGVT
LLRMVILNICEHPSDAKYRALSTESTAYQTKLKPLETYGVTELLRIAGFRRRPHSSGTGGEQWFLSDSDGSGAVLRRVAE
VLEAAIVNIQAASDEAAERRGRHKSAGVANKETGSGSPAHSPCPPSPPALASGAAPAAAHAEAPLKEPSPRTVKDGCDAH
KRKIAKFCLPPFPEDWIPLPVGRESGAPLFSIRCRVASTSECPYCFGKCRLTENLEHLKAYYCSSDGREVEIYDRYKVLC
VWRGEDQALTWVPALLAFAAQAQHSTRFIFSAYGHFGVARAEYGGGVHPGVMEPSGRCVVPYGGRAVVVTNDAEVLCETA
RLPPSVLRELKALERGTHLAELLRAASGQPIDSFDELLHTWQPPTFYMKPRSLCPHTVLGPTSVAWGGTGDAAKRSAVDM
AGQEPSSAINESAAYSALPLAPRLLVCHDMCGGYTRADRRVFLCEGAPASATASAEGVGKDGRTTPYVRLETVEGAYTVS
YWNLADYFVYFSHRRISVPPREWIENGHSHGVPVLGTLITEGDGGVADLKLLLTDARRMAAIIARLVDVCNTYGFDGYLL
NIENALPPSLAKRLVVFCTLLRKQLNRPYSAARGASAAAAAATTDRLVIWYDAVTIEGKLEYQNALNSYNKPFFDVSDGI
FTNYFWEPMQLAQSTTVAGNRGTDVYVGVDVFGRSMYGGGGYHTHVAVAEAVHARLSVALFAPGWTMECESHGRRDGFQR
AEGRMWFPMQKKFSYHARVIWSTGATAGAPQQSTAADARDARHKQALCLWTSFQSGVGYDFYVNGHRVTGGDAAASVVGT
SGWCEVSGAHDLPPFFFEAPPSAPPSGALPPAAQGTASGHRGPFAAVPIRLPAAPVKGNLQDPVVRAEWRYDKAWFGDCH
LACFVPPMEAAEVVRWYVRDALPATSLTELHIEIVFDRTAETEERAGMQRGLQLGLFSFTRGAFEICMWETTAVAAAVEV
EGVSGLVARASLTREGGSEGEGKSTRVTSGWERVHYQLRNTSTEPLHLTSISVANGDPRRTLDCGVGGIAISHWRAGTPT



MAASAAAQAASPRRHSILCAHGPHPWRPHHTFRTRKASEQVLALEGADDVFARLRDKHGLNASIVVFAGVSGATAGLGVS
GSTSAEAEDEHAVAAVSPDRRRREVCHTMYVGKYSIHPYAAATYEGSLLISVSLPSGVTVEEVEYYTVQNEC        
>Lmaj_XP_001681304                                                              
MDSASGDGGDGAPASAERHSLKPLRWIEEVRDASQPNAVFLNVYDVRGSSTLLYSVGWGVHHVGVQVYGKEYQYGHRPIG
KGIGSVKPHQSPPHTYREQFFLGQTQLSASEVEKLVVAFSDKVEWLGSNYHLVKHNCIDFARAFCEALLPPAVRVEQARR
AEEAGLSQKMHMVEVEVDGMRHSVPVLIPHHVDRLARYAAHYLPKSSMQRFDRLESSFFSMSEVPQERGQPTAADPDTNR
STTPTPQPHTRTSH                                                                  
                                                                                
                                                                                
*******F-box***********                                                         
>Hsap_ENSP00000224862                                                           
MEPPMEPSGGEQEPGAVRFLDLPWEDVLLPHVLNRVPLRQLLRLQRVSRAFRSLVQLHLAGLRRFDAAQVGPQIPRAALA
RLLRDAEGLQELALAPCHEWLSDEDLVPVLARNPQLRSVALGGCGQLSRRALGALAEGCPRLQRLSLAHCDWVDGLALRG
LADRCPALEELDLTACRQLKDEAIVYLAQRRGAGLRSLSLAVNANVGDAAVQELARNCPELHHLDLTGCLRVGSDGVRTL
AEYCPVLRSLRVRHCHHVAESSLSRLRKRGVDIDVEPPLHQALVLLQDMAGFAPFVNLQV                    
>Hsap_ENSP00000229758                                                           
MSRRPCSCALRPPRCSCSASPSAVTAAGRPRPSDSCKEESSTLSVKMKCDFNCNHVHSGLKLVKPDDIGRLVSYTPAYLE
GSCKDCIKDYERLSCIGSPIVSPRIVQLETESKRLHNKENQHVQQTLNSTNEIEALETSRLYEDSGYSSFSLQSGLSEHE
EGSLLEENFGDSLQSCLLQIQSPDQYPNKNLLPVLHFEKVVCSTLKKNAKRNPKVDREMLKEIIARGNFRLQNIIGRKMG
LECVDILSELFRRGLRHVLATILAQLSDMDLINVSKVSTTWKKILEDDKGAFQLYSKAIQRVTENNNKFSPHASTREYVM
FRTPLASVQKSAAQTSLKKDAQTKLSNQGDQKGSTYSRHNEFSEVAKTLKKNESLKACIRCNSPAKYDCYLQRATCKREG
CGFDYCTKCLCNYHTTKDCSDGKLLKASCKIGPLPGTKKSKKNLRRL                                 
>Hsap_ENSP00000229971                                                           
MSPVFPMLTVLTMFYYICLRRRARTATRGEMMNTHRAIESNSQTSPLNAEVVQYAKEVVDFSSHYGSENSMSYTMWNLAG
VPNVFPSSGDFTQTAVFRTYGTWWDQCPSASLPFKRTPPNFQSQDYVELTFEQQVYPTAVHVLETYHPGAVIRILACSAN
PYSPNPPAEVRWEILWSERPTKVNASQARQFKPCIKQINFPTNLIRLEVNSSLLEYYTELDAVVLHGVKDKPVLSLKTSL
IDMNDIEDDAYAEKDGCGMDSLNKKFSSAVLGEGPNNGYFDKLPYELIQLILNHLTLPDLCRLAQTCKLLSQHCCDPLQY
IHLNLQPYWAKLDDTSLEFLQSRCTLVQWLNLSWTGNRGFISVAGFSRFLKVCGSELVRLELSCSHFLNETCLEVISEMC
PNLQALNLSSCDKLPPQAFNHIAKLCSLKRLVLYRTKVEQTALLSILNFCSELQHLSLGSCVMIEDYDVIASMIGAKCKK
LRTLDLWRCKNITENGIAELASGCPLLEELDLGWCPTLQSSTGCFTRLAHQLPNLQKLFLTANRSVCDTDIDELACNCTR
LQQLDILGTRMVSPASLRKLLESCKDLSLLDVSFCSQIDNRAVLELNASFPKVFIKKSFTQ                   
>Hsap_ENSP00000237281                                                           
MEEELQHSHCVNCVSRRCMTRPEPGISCDLIGCPLVCGAVFHSCKADEHRLLCPFERVPCLNSDFGCPFTMARNKVAEHL
EMCPASVVCCTMEWNRWPVSYADRKSYENLSRDVDEVAQLDMALALQDQRMLLESLKVATMMSKATDKVSKPREQISVKS
SVPEIPHANGLVSVDEESYGALYQATVETTRSLAAALDILNTATRDIGMLNTSVPNDMDEQQNARESLEDQNLKDQDHLY
EEEIGAVGGIDYNDTNQNAQSEQNGSSDLLCDLNTSSYDTSALCNGFPLENICTQVIDQNQNLHGDSKQSNLTNGDCVAS
SDGTSKPSSSLAVAAQLREIIPSSALPNGTVQHILMPDDEGEGELCWKKVDLGDVKNVDVLSFSHAPSFNFLSNSCWSKP
KEDKAVDTSDLEVAEDPMGLQGIDLITAALLFCLGDSPGGRGISDSRMADIYHIDVGTQTFSLPSAILATSTMVGEIASA
SACDHANPQLSNPSPFQTLGLDLVLECVARYQPKQRSMFTFVCGQLFRRKEFSSHFKNVHGDIHAGLNGWMEQRCPLAYY
GCTYSQRRFCPSIQGAKIIHDRHLRSFGVQPCVSTVLVEPARNCVLGLHNDHLSSLPFEVLQHIAGFLDGFSLCQLSCVS
KLMRDVCGSLLQSRGMVILQWGKRKYPEGNSSWQIKEKVWRFSTAFCSVNEWKFADILSMADHLKKCSYNVVEKREEAIP
LPCMCVTRELTKEGRSLRSVLKPVL                                                       
>Hsap_ENSP00000244426                                                           
MPDIIWVFPPQAEAEEDCHSDTVRADDDEENESPAETDLQAQLQMFRAQWMFELAPGVSSSNLENRPCRAARGSLQKTSA
DTKGKQEQAKEEKARELFLKAVEEEQNGALYEAIKFYRRAMQLVPDIEFKITYTRSPDGDGVGNSYIEDNDDDSKMADLL
SYFQQQLTFQESVLKLCQPELESSQIHISVLPMEVLMYIFRWVVSSDLDLRSLEQLSLVCRGFYICARDPEIWRLACLKV
WGRSCIKLVPYTSWREMFLERPRVRFDGVYISKTTYIRQGEQSLDGFYRAWHQVEYYRYIRFFPDGHVMMLTTPEEPQSI
VPRLRTRNTRTDAILLGHYRLSQDTDNQTKVFAVITKKKEEKPLDYKYRYFRRVPVQEADQSFHVGLQLCSSGHQRFNKL
IWIHHSCHITYKSTGETAVSAFEIDKMYTPLFFARVRSYTAFSERPL                                 
>Hsap_ENSP00000247977                                                           
MATLVELPDSVLLEIFSYLPVRDRIRISRVCHRWKRLVDDRWLWRHVDLTLYTMRPKVMWHLLRRYMASRLHSLRMGGYL
FSGSQAPQLSPALLRALGQKCPNLKRLCLHVADLSMVPITSLPSTLRTLELHSCEISMAWLHKQQDPTVLPLLECIVLDR
VPAFRDEHLQGLTRFRALRSLVLGGTYRVTETGLDAGLQELSYLQRLEVLGCTLSADSTLLAISRHLRDVRKIRLTVRGL
SAPGLAVLEGMPALESLCLQGPLVTPEMPSPTEILSSCLTMPKLRVLELQGLGWEGQEAEKILCKGLPHCMVIVRACPKE
SMDWWM                                                                          
>Hsap_ENSP00000258200                                                           
MAEPGEGLPEEVLALIFRHLSLRDRAAAARVCRAWAAAATCSAVWHDTKISCECELEGMLPPYLSACLDHIHNLRLEFEP
SRKPSRRAAIELLMVLAGRAPGLRGLRLECRGEKPLFDAGRDVLEAVHAVCGAASQLRHLDLRRLSFTLDDALVLQAARS
CPELHSLFLDNSTLVGSVGPGSVLELLEACPRLRALGLHLASLSHAILEALAAPDRAPFALLALRCACPEDARASPLPNE
AWVALRRRHPGLAVELELEPALPAESVTRVLQPAVPVAALRLNLSGDTVGPVRFAAHHYAATLCALEVRAAASAELNAAL
EELAARCAALREVHCFCVVSHSVLDAFRAHCPRLRTYTLKLTREPHPWRPTLVA                          
>Hsap_ENSP00000264658                                                           



MRRDVNGVTKSRFEMFSNSDEAVINKKLPKELLLRIFSFLDVVTLCRCAQVSRAWNVLALDGSNWQRIDLFDFQRDIEGR
VVENISKRCGGFLRKLSLRGCLGVGDNALRTFAQNCRNIEVLNLNGCTKTTDATCTSLSKFCSKLRHLDLASCTSITNMS
LKALSEGCPLLEQLNISWCDQVTKDGIQALVRGCGGLKALFLKGCTQLEDEALKYIGAHCPELVTLNLQTCLQITDEGLI
TICRGCHKLQSLCASGCSNITDAILNALGQNCPRLRILEVARCSQLTDVGFTTLARNCHELEKMDLEECVQITDSTLIQL
SIHCPRLQVLSLSHCELITDDGIRHLGNGACAHDQLEVIELDNCPLITDASLEHLKSCHSLERIELYDCQQITRAGIKRL
RTHLPNIKVHAYFAPVTPPPSVGGSRQRFCRCCIIL                                            
>Hsap_ENSP00000265094                                                           
MEPDSVIEDKTIELMCSVPRSLWLGCANLVESMCALSCLQSMPSVRCLQISNGTSSVIVSRKRPSEGNYQKEKDLCIKYF
DQWSESDQVEFVEHLISRMCHYQHGHINSYLKPMLQRDFITALPEQGLDHIAENILSYLDARSLCAAELVCKEWQRVISE
GMLWKKLIERMVRTDPLWKGLSERRGWDQYLFKNRPTDGPPNSFYRSLYPKIIQDIETIESNWRCGRHNLQRIQCRSENS
KGVYCLQYDDEKIISGLRDNSIKIWDKTSLECLKVLTGHTGSVLCLQYDERVIVTGSSDSTVRVWDVNTGEVLNTLIHHN
EAVLHLRFSNGLMVTCSKDRSIAVWDMASATDITLRRVLVGHRAAVNVVDFDDKYIVSASGDRTIKVWSTSTCEFVRTLN
GHKRGIACLQYRDRLVVSGSSDNTIRLWDIECGACLRVLEGHEELVRCIRFDNKRIVSGAYDGKIKVWDLQAALDPRAPA
STLCLRTLVEHSGRVFRLQFDEFQIISSSHDDTILIWDFLNVPPSAQNETRSPSRTYTYISR                  
>Hsap_ENSP00000265651                                                           
MAAMETETAPLTLESLPTDPLLLILSFLDYRDLINCCYVSRRLSQLSSHDPLWRRHCKKYWLISEEEKTQKNQCWKSLFI
DTYSDVGRYIDHYAAIKKAWDDLKKYLEPRCPRMVLSLKEGAREEDLDAVEAQIGCKLPDDYRCSYRIHNGQKLVVPGLL
GSMALSNHYRSEDLLDVDTAAGGFQQRQGLKYCLPLTFCIHTGLSQYIAVEAAEGRNKNEVFYQCPDQMARNPAAIDMFI
IGATFTDWFTSYVKNVVSGGFPIIRDQIFRYVHDPECVATTGDITVSVSTSFLPELSSVHPPHYFFTYRIRIEMSKDALP
EKACQLDSRYWRITNAKGDVEEVQGPGVVGEFPIISPGRVYEYTSCTTFSTTSGYMEGYYTFHFLYFKDKIFNVAIPRFH
MACPTFRVSIARLEMGPDEYEEMEEEEEEEEEEDEDDDSADMDESDEDDEEERRRRVFDVPIRRRRCSRLF         
>Hsap_ENSP00000266087                                                           
MRLRVRLLKRTWPLEVPETEPTLGHLRSHLRQSLLCTWGYSSNTRFTITLNYKDPLTGDEETLASYGIVSGDLICLILQD
DIPAPNIPSSTDSEHSSLQNNEQPSLATSSNQTSMQDEQPSDSFQGQAAQSGVWNDDSMLGPSQNFEAESIQDNAHMAEG
TGFYPSEPMLCSESVEGQVPHSLETLYQSADCSDANDALIVLIHLLMLESGYIPQGTEAKALSMPEKWKLSGVYKLQYMH
PLCEGSSATLTCVPLGNLIVVNATLKINNEIRSVKRLQLLPESFICKEKLGENVANIYKDLQKLSRLFKDQLVYPLLAFT
RQALNLPDVFGLVVLPLELKLRIFRLLDVRSVLSLSAVCRDLFTASNDPLLWRFLYLRDFRDNTVRVQDTDWKELYRKRH
IQRKESPKGRFVMLLPSSTHTIPFYPNPLHPRPFPSSRLPPGIIGGEYDQRPTLPYVGDPISSLIPGPGETPSQFPPLRP
RFDPVGPLPGPNPILPGRGGPNDRFPFRPSRGRPTDGRLSFM                                      
>Hsap_ENSP00000274255                                                           
MHRKHLQEIPDLSSNVATSFTWGWDSSKTSELLSGMGVSALEKEEPDSENIPQELLSNLGHPESPPRKRLKSKGSDKDFV
IVRRPKLNRENFPGVSWDSLPDELLLGIFSCLCLPELLKVSGVCKRWYRLASDESLWQTLDLTGKNLHPDVTGRLLSQGV
IAFRCPRSFMDQPLAEHFSPFRVQHMDLSNSVIEVSTLHGILSQCSKLQNLSLEGLRLSDPIVNTLAKNSNLVRLNLSGC
SGFSEFALQTLLSSCSRLDELNLSWCFDFTEKHVQVAVAHVSETITQLNLSGYRKNLQKSDLSTLVRRCPNLVHLDLSDS
VMLKNDCFQEFFQLNYLQHLSLSRCYDIIPETLLELGEIPTLKTLQVFGIVPDGTLQLLKEALPHLQINCSHFTTIARPT
IGNKKNQEIWGIKCRLTLQKPSCL                                                        
>Hsap_ENSP00000281623                                                           
MAGSEPRSGTNSPPPPFSDWGRLEAAILSGWKTFWQSVSKERVARTTSREEVDEAASTLTRLPIDVQLYILSFLSPHDLC
QLGSTNHYWNETVRDPILWRYFLLRDLPSWSSVDWKSLPDLEILKKPISEVTDGAFFDYMAVYRMCCPYTRRASKSSRPM
YGAVTSFLHSLIIQNEPRFAMFGPGLEELNTSLVLSLMSSEELCPTAGLPQRQIDGIGSGVNFQLNNQHKFNILILYSTT
RKERDRAREEHTSAVNKMFSRHNEGDDQQGSRYSVIPQIQKVCEVVDGFIYVANAEAHKRHEWQDEFSHIMAMTDPAFGS
SGRPLLVLSCISQGDVKRMPCFYLAHELHLNLLNHPWLVQDTEAETLTGFLNGIEWILEEVESKRAR             
>Hsap_ENSP00000281708                                                           
MNQELLSVGSKRRRTGGSLRGNPSSSQVDEEQMNRVVEEEQQQQLRQQEEEHTARNGEVVGVEPRPGGQNDSQQGQLEEN
NNRFISVDEDSSGNQEEQEEDEEHAGEQDEEDEEEEEMDQESDDFDQSDDSSREDEHTHTNSVTNSSSIVDLPVHQLSSP
FYTKTTKMKRKLDHGSEVRSFSLGKKPCKVSEYTSTTGLVPCSATPTTFGDLRAANGQGQQRRRITSVQPPTGLQEWLKM
FQSWSGPEKLLALDELIDSCEPTQVKHMMQVIEPQFQRDFISLLPKELALYVLSFLEPKDLLQAAQTCRYWRILAEDNLL
WREKCKEEGIDEPLHIKRRKVIKPGFIHSPWKSAYIRQHRIDTNWRRGELKSPKVLKGHDDHVITCLQFCGNRIVSGSDD
NTLKVWSAVTGKCLRTLVGHTGGVWSSQMRDNIIISGSTDRTLKVWNAETGECIHTLYGHTSTVRCMHLHEKRVVSGSRD
ATLRVWDIETGQCLHVLMGHVAAVRCVQYDGRRVVSGAYDFMVKVWDPETETCLHTLQGHTNRVYSLQFDGIHVVSGSLD
TSIRVWDVETGNCIHTLTGHQSLTSGMELKDNILVSGNADSTVKIWDIKTGQCLQTLQGPNKHQSAVTCLQFNKNFVITS
SDDGTVKLWDLKTGEFIRNLVTLESGGSGGVVWRIRASNTKLVCAVGSRNGTEETKLLVLDFDVDMK             
>Hsap_ENSP00000283946                                                           
MASWLPETLFETVGQGPPPSKDYYQLLVTRSQVIFRWWKISLRSEYRSTKPGEAKETHEDFLENSHLQGQTALIFGARIL
DYVINLCKGKFDFLERLSDDLLLTIISYLDLEDIARLCQTSHRFAKLCMSDKLWEQIVQSTCDTITPDVRALAEDTGWRQ
LFFTNKLQLQRQLRKRKQKYGNLREKQP                                                    
>Hsap_ENSP00000292853                                                           
MGASVSRGRAARVPAPEPEPEEALDLSQLPPELLLVVLSHVPPRTLLGRCRQVCRGWRALVDGQALWLLILARDHGATGR
ALLHLARSCQSPARNARPCPLGRFCARRPIGRNLIRNPCGQEGLRKWMVQHGGDGWVVEENRTTVPGAPSQTCFVTSFSW
CCKKQVLDLEEEGLWPELLDSGRIEICVSDWWGARHDSGCMYRLLVQLLDANQTVLDKFSAVPDPIPQWNNNACLHVTHV
FSNIKMGVRFVSFEHRGQDTQFWAGHYGARVTNSSVIVRVRLS                                     
>Hsap_ENSP00000295133                                                           



MTTGLSDQQVVCDLDHRAVEALLQAVRKRMAGASPAVPHERARLTGGAAAVEPACRGGGGAMASLDLPYRCPRCGEHKRF
RSLSSLRAHLEYSHTYETLYILSKTNSICDGAAAAAAAAAAASGFPLAPEPAALLAVPGARREVFESTSFQGKEQAAGPS
PAAPHLLHHHHHHAPLAHFPGDLVPASLPCEELAEPGLVPAAAARYALREIEIPLGELFARKSVASSACSTPPPGPGPGP
CPGPASASPASPSPADVAYEEGLARLKIRALEKLEVDRRLERLSEEVEQKIAGQVGRLQAELERKAAELETARQESARLG
REKEELEERASELSRQVDVSVELLASLKQDLVHKEQELSRKQQEVVQIDQFLKETAAREASAKLRLQQFIEELLERADRA
ERQLQVISSSCGSTPSASLGRGGGGGGAGPNARGPGRMREHHVGPAVPNTYAVSRHGSSPSTGASSRVPAASQSSGCYDS
DSLELPRPEEGAPEDSGPGGLGTRAQAANGGSERSQPPRSSGLRRQAIQNWQRRPRRHSTEGEEGDVSDVGSRTTESEAE
GPLDAPRPGPAMAGPLSSCRLSARPEGGSGRGRRAERVSPSRSNEVISPEILKMRAALFCIFTYLDTRTLLHAAEVCRDW
RFVARHPAVWTRVLLENARVCSKFLAMLAQWCTQAHSLTLQNLKPRQRGKKESKEEYARSTRGCLEAGLESLLKAAGGNL
LILRISHCPNILTDRSLWLASCYCRALQAVTYRSATDPVGHEVIWALGAGCREIVSLQVAPLHPCQQPTRFSNRCLQMIG
RCWPHLRALGVGGAGCGVQGLASLARNCMRLQVLELDHVSEITQEVAAEVCREGLKGLEMLVLTATPVTPKALLHFNSIC
RNLKSIVVQIGIADYFKEPSSPEAQKLFEDMVTKLQALRRRPGFSKILHIKVEGGC                        
>Hsap_ENSP00000296438                                                           
MEIRLPDLALKRIFSFLDLFGLLQVSQVNKHWNRIADSDYLWRSLSLQRWDCSNFTNQHLGTHTWKQFFLHQRRKELRLA
LAQPHNFIYKVTKNIAFETELAYLSGNRLTVDEQEKSIICSVSPKQELCAWDVQEGTMIWSSPVQEFHFSNLVTLPQMHL
AITMDRKKTIKVWNCQDRDALAVLPMPQPCYCMEAYLTKDGPFLMVGDAAGDIYTFTLPGLRDVSKVTAFQYGIVLLHCS
PDKKWVFACGTYSRTLPQVFLTESLLRPSEGSVPLSTFLPHKLCASACWTPKVKNRITLMSQSSTGKKTEFITFDLTTKK
TGGQTVIQAYEIASFQVAAHLKCPIWMGASDGYMIVFTSGPYLLLFSITGFLLQRFEDHQAAINNFWVDPCYVLTTSENS
VHVYMWEEGGRHPYLRSCCHLENTWHDHTTDSCISSVMCDNASIVLRVRKVSDSSILVMYSLNT                
>Hsap_ENSP00000298097                                                           
MLLFLSVPQPRPPGARTRAGAARVARWRRLRLQQLRRLRGLLRVLRGRPGAGSRRRGRMALCGQAAGAASLPSELIVHIF
SFLPAPDRLRASASCSHWRECLFYPALWPQLRICLRVSPAEQPRLEFLMRKCGWFVRELRVEFAAENYLSGGGPGDGGGA
DTGTGGEEVEALQLSARWLEVLRTYLELVLCVLVSIRNNRNLQKFSLFGDISVLQQQGSLSNTYLSKVDPDGKKIKQIQQ
LFEEILSNSRQLKWLSCGFMLEIVTPTSLSSLSNAVANTMEHLSLLDNNIPGNSTLITAVELERFVNLHSLALDFCDFTA
EMARVLTDSNHVPLQRLSLLVHNVSVMHKSLDNMPNDEHWKALSRKSTSFRVYIMAFDIKSEDMLKILKPSIPLERIHFD
SYITCVSGAIVDLISRQYDKFLTHFILMNDVIDTSGFPDLSDNRNEDPLVLLAWRCTKLSLLAIHGYTVWAHNLIAIARL
RGSDLKVLEVTEESIDFDQGELADQDVDPVHNLIEQVSLGLGQPWHAVMDIESLSVFTEPNRHFYREMQSFSEDI     
>Hsap_ENSP00000307833                                                           
MEPVGCCGECRGSSVDPRSTFVLSNLAEVVERVLTFLPAKALLRVACVCRLWRECVRRVLRTHRSVTWISAGLAEAGHLE
GHCLVRVVAEELENVRILPHTVLYMADSETFISLEECRGHKRARKRTSMETALALEKLFPKQCQVLGIVTPGIVVTPMGS
GSNRPQEIEIGESGFALLFPQIEGIKIQPFHFIKDPKNLTLERHQLTEVGLLDNPELRVVLVFGYNCCKVGASNYLQQVV
STFSDMNIILAGGQVDNLSSLTSEKNPLDIDASGVVGLSFSGHRIQSATVLLNEDVSDEKTAEAAMQRLKAANIPEHNTI
GFMFACVGRGFQYYRAKGNVEADAFRKFFPSVPLFGFFGNGEIGCDRIVTGNFILRKCNEVKDDDLFHSYTTIMALIHLG
SSK                                                                             
>Hsap_ENSP00000310332                                                           
MAAPAPGAGAASGGAGCSGGGAGAGAGSGSGAAGAGGRLPSRVLELVFSYLELSELRSCALVCKHWYRCLHGDENSEVWR
SLCARSLAEEALRTDILCNLPSYKAKIRAFQHAFSTNDCSRNVYIKKNGFTLHRNPIAQSTDGARTKIGFSEGRHAWEVW
WEGPLGTVAVIGIATKRAPMQCQGYVALLGSDDQSWGWNLVDNNLLHNGEVNGSFPQCNNAPKYQIGERIRVILDMEDKT
LAFERGYEFLGVAFRGLPKVCLYPAVSAVYGNTEVTLVYLGKPLDG                                  
>Hsap_ENSP00000310686                                                           
MDDYSLDEFRRRWQEELAQAQAPKKRRRPEAAERRARRPEVGSGRGEQASGDPALAQRLLEGAGRPPAARATRAEGQDVA
SRSRSPLAREGAGGGEQLVDQLIRDLNEMNDVPFFDIQLPYELAINIFQYLDRKELGRCAQVSKTWKVIAEDEVLWYRLC
QQEGHLPDSSISDYSCWKLIFQECRAKEHMLRTNWKNRKGAVSELEHVPDTVLCDVHSHDGVVIAGYTSGDVRVWDTRTW
DYVAPFLESEDEEDEPGMQPNVSFVRINSSLAVAAYEDGFLNIWDLRTGKYPVHRFEHDARIQALALSQDDATVATASAF
DVVMLSPNEEGYWQIAAEFEVPKLVQYLEIVPETRRYPVAVAAAGDLMYLLKAEDSARTLLYAHGPPVTCLDVSANQVAF
GVQGLGWVYEGSKILVYSLEAGRRLLKLGNVLRDFTCVNLSDSPPNLMVSGNMDGRVRIHDLRSGNIALSLSAHQLRVSA
VQMDDWKIVSGGEEGLVSVWDYRMNQKLWEVYSGHPVQHISFSSHSLITANVPYQTVMRNADLDSFTTHRRHRGLIRAYE
FAVDQLAFQSPLPVCRSSCDAMATHYYDLALAFPYNHV                                          
>Hsap_ENSP00000310841                                                           
MAVCARLCGVGPSRGCRRRQQRRGPAETAAADSEPDTDPEEERIEASAGVGGGLCAGPSPPPPRCSLLELPPELLVEIFA
SLPGTDLPSLAQVCTKFRRILHTDTIWRRRCREEYGVCENLRKLEITGVSCRDVYAKLLHRYRHILGLWQPDIGPYGGLL
NVVVDGLFIIGWMYLPPHDPHVDDPMRFKPLFRIHLMERKAATVECMYGHKGPHHGHIQIVKKDEFSTKCNQTDHHRMSG
GRQEEFRTWLREEWGRTLEDIFHEHMQELILMKFIYTSQYDNCLTYRRIYLPPSRPDDLIKPGLFKGTYGSHGLEIVMLS
FHGRRARGTKITGDPNIPAGQQTVEIDLRHRIQLPDLENQRNFNELSRIVLEVRERVRQEQQEGGHEAGEGRGRQGPRES
QPSPAQPRAEAPSKGPDGTPGEDGGEPGDAVAAAEQPAQCGQGQPFVLPVGVSSRNEDYPRTCRMCFYGTGLIAGHGFTS
PERTPGVFILFDEDRFGFVWLELKSFSLYSRVQATFRNADAPSPQAFDEMLKNIQSLTS                     
>Hsap_ENSP00000311990                                                           
MASSGEDISNDDDDMHPAAAGMADGVHLLGFSDEILLHILSHVPSTDLILNVRRTCRKLAALCLDKSLIHTVLLQKDYQA
SEDKVRQLVKEIGREIQQLSMAGCYWLPGSTVEHVARCRSLVKVNLSGCHLTSLRLSKMLSALQHLRSLAIDVSPGFDAS
QLSSECKATLSRVRELKQTLFTPSYGVVPCCTSLEKLLLYFEILDRTREGAILSGQLMVGQSNVPHYQNLRVFYARLAPG
YINQEVVRLYLAVLSDRTPQNLHAFLISVPGSFAESGATKNLLDSMARNVVLDALQLPKSWLNGSSLLQHMKFNNPFYFS
FSRCTLSGGHLIQQVINGGKDLRSLASLNLSGCVHCLSPDSLLRKAEDDIDSSILETLVASCCNLRHLNLSAAHHHSSEG



LGRHLCQLLARLRHLRSLSLPVCSVADSAPRADRAPAQPAMHAVPRGFGKKVRVGVQSCPSPFSGQACPQPSSVFWSLLK
NLPFLEHLELIGSNFSSAMPRNEPAIRNSLPPCSRAQSVGDSEVAAIGQLAFLRHLTLAQLPSVLTGSGLVNIGLQCQQL
RSLSLANLGMMGKVVYMPALSDMLKHCKRLRDLRLEQPYFSANAQFFQALSQCPSLQRLCLVSRSGTLQPDAVLAFMARC
LQVVMCHLFTGESLATCKSLQQSLLRRWGEVTGRRPQLFTELREEPSARTSRATGRRQPCLPDSGVVCCPCGRPLAVSGI
ILVGVSPSLVVKTTCVYRVLFKNLDYASIFFLVCLFETESHSVVQAGVQWRDLSSLQPLLSGLQPQPPEQLENELEIGFS
YCFVI                                                                           
>Hsap_ENSP00000313034                                                           
MDEGGTPLLPDSLVYQIFLSLGPADVLAAGLVCRQWQAVSRDEFLWREQFYRYYQVARDVPRHPAAMSWYEEFQRLYDTV
PCVEVQTLREHTDQVLHLSFSHSGYQFASCSKDCTVKIWSNDLTISLLHSADMRPYNWSYTQFSQFNKDDSLLLASGVFL
GPHNSSSGEIAVISLDSFALLSRVRNKPYDVFGCWLTETSLISGNLHRIGDITSCSVLWLNNAFQDVESENVNVVKRLFK
IQNLNASTVRTVMVADCSRFDSPDLLLEAGDPATSPCRIFDLGSDNEEVVAGPAPAHAKEGLRHFLDRVLEGRAQPQLSE
RMLETKVAELLAQGHTKPPERSATGAKSKYLIFTTGCLTYSPHQIGIKQILPHQMTTAGPVLGEGRGSDAFFDALDHVID
IHGHIIGMGLSPDNRYLYVNSRAWPNGAVVADPMQPPPIAEEIDLLVFDLKTMREVRRALRAHRAYTPNDECFFIFLDVS
RDFVASGAEDRHGYIWDRHYNICLARLRHEDVVNSVVFSPQEQELLLTASDDATIKAWRSPRTMRVLQAPRPRPRTFFSW
LASQRR                                                                          
>Hsap_ENSP00000321386                                                           
MDEESELIQPQDQSCWAFLPDLCLCRVFWWLGDRDRSRAALVCRKWNQMMYSAELWRYRTITFSGRPSRVHASEVESAVW
YVKKFGRYLEHLEVKFMNPYNAVLTKKFQVTMRGLLSCLSKSNNRLKSLSIQYLELDRLVWRNSIRSSFISSLSFFLKKM
GKRLDYLNLKGARLTVEQGCQILDSLSYMRNENVISELNIEDYFSHHLAVYNSPQFKKTMSTFHNLVSLNLNYNCISDEL
LENLCENASTLRTINIKCHVHDPHGQVIWGMSWAKLARQATNLKVNFFFERIMKYERLARILLQEIPIRSISLRSCYFSD
PDCSMRPTLIDLLPTFRHTLQKLTCEFNNNHESLDEELHLLIISCRKLFYFKIWAFLDVSFVERILKSQKERQCALRVFK
ARIYTNRYETNEEDKTLQEIYRKYRKLIESELSYFVIVYSVM                                      
>Hsap_ENSP00000328187                                                           
MAAAAVDSAMEVVPALAEEAAPEVAGLSCLVNLPGEVLEYILCCGSLTAADIGRVSSTCRRLRELCQSSGKVWKEQFRVR
WPSLMKHYSPTDYVNWLEEYKVRQKAGLEARKIVASFSKRFFSEHVPCNGFSDIENLEGPEIFFEDELVCILNMEGRKAL
TWKYYAKKILYYLRQQKILNNLKAFLQQPDDYESYLEGAVYIDQYCNPLSDISLKDIQAQIDSIVELVCKTLRGINSRHP
SLAFKAGESSMIMEIELQSQVLDAMNYVLYDQLKFKGNRMDYYNALNLYMHQVLIRRTGIPISMSLLYLTIARQLGVPLE
PVNFPSHFLLRWCQGAEGATLDIFDYIYIDAFGKGKQLTVKECEYLIGQHVTAALYGVVNVKKVLQRMVGNLLSLGKREG
IDQSYQLLRDSLDLYLAMYPDQVQLLLLQARLYFHLGIWPEKSFCLVLKVLDILQHIQTLDPGQHGAVGYLVQHTLEHIE
RKKEEVGVEVKLRSDEKHRDVCYSIGLIMKHKRYGYNCVIYGWDPTCMMGHEWIRNMNVHSLPHGHHQPFYNVLVEDGSC
RYAAQENLEYNVEPQEISHPDVGRYFSEFTGTHYIPNAELEIRYPEDLEFVYETVQNIYSAKKENIDE            
>Hsap_ENSP00000330098                                                           
MAAPASRQVRRRARAAPRPRSAEDWWWDRLAPRGSGYHLLQSDSMLLVLSEPGPARPRAQRRASRRTPRQPPRGPSAAAK
PKAGLRSEAAAAPAPAPAPTPTPEEGPDAGWGDRIPLEILVQIFGLLVAADGPMPFLGRAARVCRRWQEAASQPALWHTV
TLSSPLVGRPAKGGVKAEKKLLASLEWLMPNRFSQLQRLTLIHWKSQVHPVLKLVGECCPRLTFLKLSGCHGVTADALVM
LAKACCQLHSLDLQHSMVESTAVVSFLEEAGSRMRKLWLTYSSQTTAILGALLGSCCPQLQVLEVSTGINRNSIPLQLPV
EALQKGCPQLQVLRLLNLMWLPKPPGRGVAPGPGFPSLEELCLASSTCNFVSNEVLGRLLHGSPNLRLLDLRGCARITPA
GLQDLPCRELEQLHLGLYGTSDRLTLAKEGSPFLTQKWCHTLRELDLSGQGFSEKDLEQALAAFLSTPGGSHPALCSLNL
RGTRVTPSTVSSVISSCPGLLYLNLESCRCLPRGLKRAYRGLEEVQWCLEQLLTSPSPS                     
>Hsap_ENSP00000344855                                                           
METHISCLFPELLAMIFGYLDVRDKGRAAQVCTAWRDAAYHKSVWRGVEAKLHLRRANPSLFPSLQARGIRRVQILSLRR
SLSYVIQGMANIESLNLSGCYNLTDNGLGHAFVQEIGSLRALNLSLCKQITDSSLGRIAQYLKGLEVLELGGCSNITNTG
LLLIAWGLQRLKSLNLRSCRHLSDVGIGHLAGMTRSAAEGCLGLEQLTLQDCQKLTDLSLKHISRGLTGLRLLNLSFCGG
ISDAGLLHLSHMGSLRSLNLRSCDNISDTGIMHLAMGSLRLSGLDVSFCDKVGDQSLAYIAQGLDGLKSLSLCSCHISDD
GINRMVRQMHGLRTLNIGQCVRITDKGLELIAEHLSQLTGIDLYGCTRITKRGLERITQLPCLKVLNLGLWQMTDSEKEA
RGDFSPLFTVRTRGSSRR                                                              
>Hsap_ENSP00000344866                                                           
MAPFPEEVDVFTAPHWRMKQLVGLYCDKLSKTNFSNNNDFRALLQSLYATFKEFKMHEQIENEYIIGLLQQRSQTIYNVH
SDNKLSEMLSLFEKGLKNVKNEYEQLNYAKQLKERLEAFTRDFLPHMKEEEEVFQPMLMEYFTYEELKDIKKKVIAQHCS
QKDTAELLRGLSLWNHAEERQKFFKYSVDEKSDKEAEVSEHSTGITHLPPEVMLSIFSYLNPQELCRCSQVSMKWSQLTK
TGSLWKHLYPVHWARGDWYSGPATELDTEPDDEWVKNRKDESRAFHEWDEDADIDESEESAEESIAISIAQMEKRLLHGL
IHNVLPYVGTSVKTLVLAYSSAVSSKMVRQILELCPNLEHLDLTQTDISDSAFDSWSWLGCCQSLRHLDLSGCEKITDVA
LEKISRALGILTSHQSGFLKTSTSKITSTAWKNKDITMQSTKQYACLHDLTNKGIGEEIDNEHPWTKPVSSENFTSPYVW
MLDAEDLADIEDTVEWRHRNVESLCVMETASNFSCSTSGCFSKDIVGLRTSVCWQQHCASPAFAYCGHSFCCTGTALRTM
SSLPESSAMCRKAARTRLPRGKDLIYFGSEKSDQETGRVLLFLSLSGCYQITDHGLRVLTLGGGLPYLEHLNLSGCLTIT
GAGLQDLVSACPSLNDEYFYYCDNINGPHADTASGCQNLQCGFRACCRSGE                             
>Hsap_ENSP00000346240                                                           
MDGDGDPESVGQPEEASPEEQPEEASAEEERPEDQQEEEAAAAAAYLDELPEPLLLRVLAALPAAELVQACRLVCLRWKE
LVDGAPLWLLKCQQEGLVPEGGVEEERDHWQQFYFLSKRRRNLLRNPCGEEDLEGWCDVEHGGDGWRVEELPGDSGVEFT
HDESVKKYFASSFEWCRKAQVIDLQAEGYWEELLDTTQPAIVVKDWYSGRSDAGCLYELTVKLLSEHENVLAEFSSGQVA
VPQDSDGGGWMEISHTFTDYGPGVRFVRFEHGGQDSVYWKGWFGARVTNSSVWVEP                        
>Hsap_ENSP00000347834                                                           



MKRGGRDSDRNSSEEGTAEKSKKLRTTNEHSQTCDWGNLLQDIILQVFKYLPLLDRAHASQVCRNWNQVFHMPDLWRCFE
FELNQPATSYLKATHPELIKQIIKRHSNHLQYVSFKVDSSKESAEAACDILSQLVNCSLKTLGLISTARPSFMDLPKSHF
ISALTVVFVNSKSLSSLKIDDTPVDDPSLKVLVANNSDTLKLLKMSSCPHVSPAGILCVADQCHGLRELALNYHLLSDEL
LLALSSEKHVRLEHLRIDVVSENPGQTHFHTIQKSSWDAFIRHSPKVNLVMYFFLYEEEFDPFFRYEIPATHLYFGRSVS
KDVLGRVGMTCPRLVELVVCANGLRPLDEELIRIAERCKNLSAIGLGECEVSCSAFVEFVKMCGGRLSQLSIMEEVLIPD
QKYSLEQIHWEVSKHLGRVWFPDMMPTW                                                    
>Hsap_ENSP00000353794                                                           
MWPLLTMHITQLNRECLLHLFSFLDKDSRKSLARTCSQLHDVFEDPALWSLLHFRSLTELQKDNFLLGPALRSLSICWHS
SRVQVCSIEDWLKSAFQRSICSRHESLVNDFLLRVCDRLSAVRSPRRREAPAPSSGTPIAVGPKSPRWGGPDHSEFADLR
SGVTGARAAARRGLGSLRAERPSETPPAPGVSWGPPPPGAPVVISVKQEEGKQGRTGRRSHRAAPPCGFARTRVCPPTFP
GADAFPQ                                                                         
>Hsap_ENSP00000355827                                                           
MAAAAEERMAEEGGGGQGDGGSSLASGSTQRQPPPPAPQHPQPGSQALPAPALAPDQLPQNNTLVALPIVAIENILSFMS
YDEISQLRLVCKRMDLVCQRMLNQGFLKVERYHNLCQKQVKAQLPRRESERRNHSLARHADILAAVETRLSLLNMTFMKY
VDSNLCCFIPGKVIDEIYRVLRYVNSTRAPQRAHEVLQELRDISSMAMEYFDEKIVPILKRKLPGSDVSGRLMGSPPVPG
PSAALTTMQLFSKQNPSRQEVTKLQQQVKTNGAGVTVLRREISELRTKVQEQQKQLQDQDQKLLEQTQIIGEQNARLAEL
ERKLREVMESAVGNSSGSGQNEESPRKRKKATEAIDSLRKSKRLRNRK                                
>Hsap_ENSP00000356655                                                           
MESFHTRFSAWTPFSNKSLNRQLFQERVALISHWFDLWTNKQRQEFLFAIFLRCTKSQLRFVQDWFSERMQVAKVDFSTV
LPRFISLYIFSFLSPKDLCAAAQVSWPWKFLTEQDCLWMPKCVKFGWFLPYTPTDNEYGAWKRHYIACVSHLDWLTPREA
AATYGTLNEPKTEDEELLERQREKCLRKRIWEKIALRKKELFKVRPPWVSGTCCSSVLKPRCQPRLSQTVRERVGLHEAL
EKQLVLTSLETLPKRSNISGSHSYPLLSKKNWHGVHKNDDRSSYALRPHFMLISSRIPAYEMVMESVKAGVVSVVYEHSV
TLESLLYLIEKALDGQKAQSIGIFSDGDSREINLLQGYKIGVKNLLRPEVRDFWEKLGSYVATEEEGGHVDFFVPLGASE
AGIEVLSQLSQLTGTFFTAPTGIATGSYQHILSDWLGSQWGKAPSSIYFCESKLQTWSSFTDFLEETLKTVRKQLYPFFK
ELQKSISGRMIGQFMFDTMGMTNILNNQDTAQALADGLMELSKEDSERNVVEDNSWDTKSRLSKNDLNFEALINLERILQ
KDSAEKRARVVRELLQSERKYVQILEIVRDVYVAPLKAALSSNRAILSAANIQIIFCDILQILSLNRQFLDNLRDRLQEW
GPAHCVGEIVTKFGSQLNTYTNFFNNYPVILKTIEKCREMIPAFRTFLKRHDKTIVTKMLSLPELLLYPSRRFEEYLNLL
YAVRLHTPAEHVDRGDLTTAIDQIKKYKGYIDQMKQNITMKDHLSDIQRIIWGCPTLSEVNRYLIRVQDVAQLHCCDEEI
SFSLRLYEHIHDLSLFLFNDALLVSSRGTSHTPFERTSKTTYQFIASVALHRLLIENIPDSKYVKNAFILQGPKYKWICA
TEIEDDKFLWLSVLRNAIKSSMEK                                                        
>Hsap_ENSP00000359149                                                           
MAAAAGEEEEEEEAARESAARPAAGPALWRLPEELLLLICSYLDMRALGRLAQVCRWLRRFTSCDLLWRRIARASLNSGF
TRLGTDLMTSVPVKERVKVSQNWRLGRCREGILLKWRCRQMPWMQLEDDSLYISQANFILAYQFRPDGASLNRRPLGVFA
GHDEDVCHFVLANSHIVSAGGDGKIGIHKIHSTFTVKYSAHEQEVNCVDCKGGIIVSGSRDRTAKVWPLASGRLGQCLHT
IQTEDRVWSIAISPLLSSFVTGTACCGHFSPLRIWDLNSGQLMTHLGSDFPPGAGVLDVMYESPFTLLSCGYDTYVRYWD
LRTSVRKCVMEWEEPHDSTLYCLQTDGNHLLATGSSYYGVVRLWDRRQRACLHAFPLTSTPLSSPVYCLRLTTKHLYAAL
SYNLHVLDFQNP                                                                    
>Hsap_ENSP00000359206                                                           
MDPAEAVLQEKALKFMCSMPRSLWLGCSSLADSMPSLRCLYNPGTGALTAFQNSSEREDCNNGEPPRKIIPEKNSLRQTY
NSCARLCLNQETVCLASTAMKTENCVAKTKLANGTSSMIVPKQRKLSASYEKEKELCVKYFEQWSESDQVEFVEHLISQM
CHYQHGHINSYLKPMLQRDFITALPARGLDHIAENILSYLDAKSLCAAELVCKEWYRVTSDGMLWKKLIERMVRTDSLWR
GLAERRGWGQYLFKNKPPDGNAPPNSFYRALYPKIIQDIETIESNWRCGRHSLQRIHCRSETSKGVYCLQYDDQKIVSGL
RDNTIKIWDKNTLECKRILTGHTGSVLCLQYDERVIITGSSDSTVRVWDVNTGEMLNTLIHHCEAVLHLRFNNGMMVTCS
KDRSIAVWDMASPTDITLRRVLVGHRAAVNVVDFDDKYIVSASGDRTIKVWNTSTCEFVRTLNGHKRGIACLQYRDRLVV
SGSSDNTIRLWDIECGACLRVLEGHEELVRCIRFDNKRIVSGAYDGKIKVWDLVAALDPRAPAGTLCLRTLVEHSGRVFR
LQFDEFQIVSSSHDDTILIWDFLNDPAAQAEPPRSPSRTYTYISR                                   
>Hsap_ENSP00000363036                                                           
MERKDFETWLDNISVTFLSLTDLQKNETLDHLISLSGAVQLRHLSNNLETLLKRDFLKLLPLELSFYLLKWLDPQTLLTC
CLVSKQWNKVISACTEVWQTACKNLGWQIDDSVQDALHWKKVYLKAILRMKQLEDHEAFETSSLIGHSARVYALYYKDGL
LCTGSDDLSAKLWDVSTGQCVYGIQTHTCAAVKFDEQKLVTGSFDNTVACWEWSSGARTQHFRGHTGAVFSVDYNDELDI
LVSGSADFTVKVWALSAGTCLNTLTGHTEWVTKVVLQKCKVKSLLHSPGDYILLSADKYEIKIWPIGREINCKCLKTLSV
SEDRSICLQPRLHFDGKYIVCSSALGLYQWDFASYDILRVIKTPEIANLALLGFGDIFALLFDNRYLYIMDLRTESLISR
WPLPEYRKSKRGSSFLAGEASWLNGLDGHNDTGLVFATSMPDHSIHLVLWKEHG                          
>Hsap_ENSP00000364742                                                           
MASSSDSEDDSFMAVDQEETVLEGTMDQDEEPHPVLEAEETRHNRSMSELPEEVLEYILSFLSPYQEHKTAALVCKQWYR
LIKGVAHQCYHGFMKAVQEGNIQWESRTYPYPGTPITQRFSHSACYYDANQSMYVFGGCTQSSCNAAFNDLWRLDLNSKE
WIRPLASGSYPSPKAGATLVVYKDLLVLFGGWTRPSPYPLHQPERFFDEIHTYSPSKNWWNCIVTTHGPPPMAGHSSCVI
DDKMIVFGGSLGSRQMSNDVWVLDLEQWAWSKPNISGPSPHPRGGQSQIVIDDATILILGGCGGPNALFKDAWLLHMHSG
PWAWQPLKVENEEHGAPELWCHPACRVGQCVVVFSQAPSGRAPLSPSLNSRPSPISATPPALVPETREYRSQSPVRSMDE
APCVNGRWGTLRPRAQRQTPSGSREGSLSPARGDGSPILNGGSLSPGTAAVGGSSLDSPVQAISPSTPSAPEGYDLKIGL
SLAPRRGSLPDQKDLRLGSIDLNWDLKPASSSNPMDGMDNRTVGGSMRHPPEQTNGVHTPPHVASALAGAVSPGALRRSL
EAIKAMSSKGPSASAALSPPLGSSPGSPGSQSLSSGETVPIPRPGPAQGDGHSLPPIARRLGHHPPQSLNVGKPLYQSMN



CKPMQMYVLDIKDTKEKGRVKWKVFNSSSVVGPPETSLHTVVQGRGELIIFGGLMDKKQNVKYYPKTNALYFVRAKR   
>Hsap_ENSP00000365944                                                           
MDAPHSKAALDSINELPENILLELFTHVPARQLLLNCRLVCSLWRDLIDLMTLWKRKCLREGFITKDWDQPVADWKIFYF
LRSLHRNLLRNPCAEEDMFAWQIDFNGGDRWKVESLPGAHGTDFPDPKVKKYFVTSYEMCLKSQLVDLVAEGYWEELLDT
FRPDIVVKDWFAARADCGCTYQLKVQLASADYFVLASFEPPPVTIQQWNNATWTEVSYTFSDYPRGVRYILFQHGGRDTQ
YWAGWYGPRVTNSSIVVSPKMTRNQASSEAQPGQKHGQEEAAQSPYRAVVQIF                           
>Hsap_ENSP00000365959                                                           
MAVGNINELPENILLELFTHVPARQLLLNCRLVCSLWRDLIDLVTLWKRKCLREGFITEDWDQPVADWKIFYFLRSLHRN
LLHNPCAEEGFEFWSLDVNGGDEWKVEDLSRDQRKEFPNDQHLPQVPGGGPQGRRVLGGADGYHTAGHRGQGLVRSQARL
RVQVPAVRSAPVVRARASGDLPARPGDHPAEERCQVEGGLPHILQLPARRPLHLVSARRRGHSLLGRLVRPEGHQQQHHH
RAPAALTPPEPPSAEP                                                                
>Hsap_ENSP00000366271                                                           
MAGPQMGGSAEDHPPRKRHAAEKQKKKTVIYTKCFEFESATQRPIDRQRYDENEDLSDVEEIVSVRGFSLEEKLRSQLYQ
GDFVHAMEGKDFNYEYVQREALRVPLIFREKDGLGIKMPDPDFTVRDVKLLVGSRRLVDVMDVNTQKGTEMSMSQFVRYY
ETPEAQRDKLYNVISLEFSHTKLEHLVKRPTVVDLVDWVDNMWPQHLKEKQTEATNAIAEMKYPKVKKYCLMSVKGCFTD
FHIDFGGTSVWYHVFRGGKIFWLIPPTLHNLALYEEWVLSGKQSDIFLGDRVERCQRIELKQGYTFFIPSGWIHAVYTPV
DSLVFGGNILHSFNVPMQLRIYEIEDRTRVQPKFRYPFYYEMCWYVLERYVYCVTQRSHLTQEYQRESMLIDAPRKPSID
GFSSDSWLEMEEEACDQQPQEEEEKDEEGEGRDRAPKPPTDGSTSPTSTPSEDQEALGKKPKAPALRFLKRTLSNESEES
VKSTTLAVDYPKTPTGSPATEVSAKWTHLTEFELKGLKALVEKLESLPENKKCVPEGIEDPQALLEGVKNVLKEHADDDP
SLAITGVPVVTWPKKTPKNRAVGRPKGKLGPASAVKLAANRTTAGARRRRTRCRKCEACLRTECGECHFCKDMKKFGGPG
RMKQSCIMRQCIAPVLPHTAVCLVCGEAGKEDTVEEEEGKFNLMLMECSICNEIIHPGCLKIKESEGVVNDELPNCWECP
KCNHAGKTGKQKRGPGFKYASNLPGSLLKEQKMNRDNKEGQEPAKRRSECEEAPRRRSDEHSKKVPPDGLLRRKSDDVHL
RKKRKYEKPQELSGRKRASSLQTSPGSSSHLSPRPPLGSSLSPWWRSSLTYFQQQLKPGKEDKLFRKKRRSWKNAEDRMA
LANKPLRRFKQEPEDELPEAPPKTRESDHSRSSSPTAGPSTEGAEGPEEKKKVKMRRKRRLPNKELSRELSKELNHEIQR
TENSLANENQQPIKSEPESEGEEPKRPPGICERPHRFSKGLNGTPRELRHQLGPSLRSPPRVISRPPPSVSPPKCIQMER
HVIRPPPISPPPDSLPLDDGAAHVMHREVWMAVFSYLSHQDLCVCMRVCRTWNRWCCDKRLWTRIDLNHCKSITPLMLSG
IIRRQPVSLDLSWTNISKKQLSWLINRLPGLRDLVLSGCSWIAVSALCSSSCPLLRTLDVQWVEGLKDAQMRDLLSPPTD
NRPGQMDNRSKLRNIVELRLAGLDITDASLRLIIRHMPLLSKLHLSYCNHVTDQSINLLTAVGTTTRDSLTEINLSDCNK
VTDQCLSFFKRCGNICHIDLRYCKQVTKEGCEQFIAEMSVSVQFGQVEEKLLQKLS                        
>Hsap_ENSP00000367193                                                           
MHKNSKRNNNLRVSHTEANSVDAEKEKNESQNNFFELLPAEITFKIFSQLDIRSLCRASLTCRSWNDTIRNSDSLWKPHC
MTVRAVCRREIDDDLESGYSWRVILLRNYQKSKVKHEWLSGRYSNICSPISLPEKIMYPMDADTWGEILEAELER     
>Hsap_ENSP00000367319                                                           
MASRINTNFTLIPNQKLRRSNRQTSCYSKTLGSGFQPISTFGNFKALPLEIFQIILKYLSVKDISMLSMVSKTVSQHIIN
YISTSSGSKRLLLQDFHNLELPDRRQDSAILEHYRSLGLLFKRCTLLLPTKERLKYIHKILTEVSCFKFNGCAAPMQCLG
LTCYGMFLQTLTAGWDELECHRVYNFLCELTNLCRKIQMAVCSKPGSAQKLELRIRLFCRNVLLDHWTHRSDSAFWLTRI
LKPWPMVNQARLLYIIFGPISPQDGQVVWQEMIEEPTDEFSLKGLADAIKLLYDASTKEWTADDVISLVDELSVVPREWL
LENNARLLMLSGNNICFSFMASKAVNGRTIELARLVVFLALVCEKELYCMDWTVKMMQKVCKVFSTPVERKNFLQNVANA
FACVIMEMLQSIMSGDRDEDDRSFLNLFHLVHAQANFHKEVLYLTMNTPLST                            
>Hsap_ENSP00000369335                                                           
MSYEVTSGCHWTCQVPESCDNGLHCAGPLGHLHRRCQRTSAHLLVFTEHAEMRRFKRKHLTAIDCQHLARSHLAVTQPFG
QRWTNRDPNHGLYPKPRTKRGSRGQGSQRCIPEFFLAGKQPCTNDMAKSNSVGQDSCQDSEGDMIFPAESSCALPQEGSA
GPGSPGSAPPSRKRSWSSEEESNQATGTSRWDGVSKKAPRHHLSVPCTRPREARQEAEDSTSRLSAESGETDQDAGDVGP
DPIPDSYYGLLGTLPCQEALSHICSLPSEVLRHVFAFLPVEDLYWNLSLVCHLWREIISDPLFIPWKKLYHRYLMNEEQA
VSKVDGILSNCGIEKESDLCVLNLIRYTATTKCSPSVDPERVLWSLRDHPLLPEAEACVRQHLPDLYAAAGGVNIWALVA
AVVLLSSSVNDIQRLLFCLRRPSSTVTMPDVTETLYCIAVLLYAMREKGINISNRIHYNIFYCLYLQENSCTQATKVKEE
PSVWPGKKTIQLTHEQQLILNHKMEPLQVVKIMAFAGTGKTSTLVKYAEKWSQSRFLYVTFNKSIAKQAERVFPSNVICK
TFHSMAYGHIGRKYQSKKKLNLFKLTPFMVNSVLAEGKGGFIRAKLVCKTLENFFASADEELTIDHVPIWCKNSQGQRVM
VEQSEKLNGVLEASRLWDNMRKLGECTEEAHQMTHDGYLKLWQLSKPSLASFDAIFVDEAQDCTPAIMNIVLSQPCGKIF
VGDPHQQIYTFRGAVNALFTVPHTHVFYLTQSFRFGVEIAYVGATILDVCKRVRKKTLVGGNHQSGIRGDAKGQVALLSR
TNANVFDEAVRVTEGEFPSRIHLIGGIKSFGLDRIIDIWILLQPEEERRKQNLVIKDKFIRRWVHKEGFSGFKRYVTAAE
DKELEAKIAVVEKYNIRIPELVQRIEKCHIEDLDFAEYILGTVHKAKGLEFDTVHVLDDFVKVPCARHNLPQLPHFRVES
FSEDEWNLLYVAVTRAKKRLIMTKSLENILTLAGEYFLQAELTSNVLKTGVVRCCVGQCNNAIPVDTVLTMKKLPITYSN
RKENKGGYLCHSCAEQRIGPLAFLTASPEQVRAMERTVENIVLPRHEALLFLVF                          
>Hsap_ENSP00000369666                                                           
MGMKVPGKGESGPSALLTPPMSSSSRGPGAGARRRRTRCRRCRACVRTECGDCHFCRDMKKFGGPGRMKQSCLLRQCTAP
VLPHTAVCLLCGEAGKEDTVEGEEEKFGLSLMECTICNEIVHPGCLKMGKAEGVINAEIPNCWECPRCTQEGRTSKDSGE
GPGRRRADNGEEGASLGSGWKLTEEPPLPPPPPRRKGPLPAGPPPEDVPGPPKRKEREAGNEPPTPRKKVKGGRERHLKK
VGGDACLLRGSDPGGPGLLPPRVLNPSQAFSSCHPGLPPENWEKPKPPLASAEGPAVPSPSPQREKLERFKRMCQLLERV
PDTSSSSSDSDSDSDSSGTSLSEDEAPGEARNGRRPARGSSGEKENRGGRRAVRPGSGGPLLSWPLGPAPPPRPPQLERH
VVRPPPRSPEPDTLPLAAGSDHPLPRAAWLRVFQHLGPRELCICMRVCRTWSRWCYDKRLWPRMDLSRRKSLTPPMLSGV
VRRQPRALDLSWTGVSKKQLMWLLNRLQGLQELVLSGCSWLSVSALGSAPLPALRLLDLRWIEDVKDSQLRELLLPPPDT



KPGQTESRGRLQGVAELRLAGLELTDASLRLLLRHAPQLSALDLSHCAHVGDPSVHLLTAPTSPLRETLVHLNLAGCHRL
TDHCLPLFRRCPRLRRLDLRSCRQLSPEACARLAAAGPPGPFRCPEEKLLLKDS                          
>Hsap_ENSP00000369696                                                           
MELPLGRCDDSRTWDDDSDPESETDPDAQAKAYVARVLSPPKSGLAFSRPSQLSTPAASPSASEPRAASRVSAVSEPGLL
SLPPELLLEICSYLDARLVLHVLSRVCHALRDLVSDHVTWRLRALRRVRAPYPVVEEKNFDWPAACIALEQHLSRWAEDG
RWVEYFCLAEGHVASVDSVLLLQGGSLCLSGSRDRNVNLWDLRQLGTESNQVLIKTLGTKRNSTHEGWVWSLAAQDHRVC
SGSWDSTVKLWDMAADGQQFGEIKASSAVLCLSYLPDILVTGTYDKKVTIYDPRDRMETRDALMGWGGPSRGSDIPPHRP
ITHEAGPALLKHQQLHSRPVLTLLADDRHIISGSEDHTLVVVDRRANSVLQRLQLDSYLLCMSYQEPQLWAGDNQGLLHV
FANRNGCFQLIRSFDVGHSFPITGIQYSVGALYTTSTDKTIRVHVPTDPPRTICTRRHDNGLNRVCAEGNLVVAGSGDLS
LEVWRLQA                                                                        
>Hsap_ENSP00000377280                                                           
MGQGLWRVVRNQQLQQEGYSEQGYLTREQSRRMAASNISNTNHRKQVQGGIDIYHLLKARKSKEQEGFINLEMLPPELSF
TILSYLNATDLCLASCVWQDLANDELLWQGLCKSTWGHCSIYNKNPPLGFSFRKLYMQLDEGSLTFNANPDEGVNYFMSK
GILDDSPKEIAKFIFCTRTLNWKKLRIYLDERRDVLDDLVTLHNFRNQFLPNALREFFRHIHAPEERGEYLETLITKFSH
RFCACNPDLMRELGLSPDAVYVLCYSLILLSIDLTSPHVKNKMSKREFIRNTRRAAQNISEDFVGHLYDNIYLIGHVAA 
>Hsap_ENSP00000380256                                                           
MGSGGVVHCRCAKCFCYPTKRRIRRRPRNLTILSLPEDVLFHILKWLSVEDILAVRAVHSQLKDLVDNHASVWACASFQE
LWPSPGNLKLFERAAEKGNFEAAVKLGIAYLYNEGLSVSDEARAEVNGLKASRFFSLAERLNVGAAPFIWLFIRPPWSVS
GSCCKAVVHESLRAECQLQRTHKASILHCLGRVLSLFEDEEKQQQAHDLFEEAAHQGCLTSSYLLWESDRRTDVSDPGRC
LHSFRKLRDYAAKGCWEAQLSLAKACANANQLGLEVRASSEIVCQLFQASQAVSKQQVFSVQKGLNDTMRYILIDWLVEV
ATMKDFTSLCLHLTVECVDRYLRRRLVPRYRLQLLGIACMVICTRFISKEILTIREAVWLTDNTYKYEDLVRMMGEIVSA
LEGKIRVPTVVDYKEVLLTLVPVELRTQHLCSFLCELSLLHTSLSAYAPARLAAAALLLARLTHGQTQPWTTQLWDLTGF
SYEDLIPCVLSLHKKCFHDDAPKDYRQVSLTAVKQRFEDKRYGEISQEEVLSYSQLCAALGVTQDSPDPPTFLSTGEIHA
FLSSPSGRRTKRKRENSLQEDRGSFVTTPTAELSSQEETLLGSFLDWSLDCCSGYEGDQESEGEKEGDVTAPSGILDVTV
VYLNPEQHCCQESSDEEACPEDKGPQDPQALALDTQIPATPGPKPLVRTSREPGKDVTTSGYSSVSTASPTSSVDGGLGA
LPQPTSVLSLDSDSHTQPCHHQARKSCLQCRPPSPPESSVPQQQVKRINLCIHSEEEDMNLGLVRL              
>Hsap_ENSP00000384823                                                           
MNSVRAANRRPRRVSRPRPVQQQQQQPPQQPPPQPPQQQPPQQQPPPPPQQQQQQQPPPPPPPPPPLPQERNNVGERDDD
VPADMVAEESGPGAQNSPYQLRRKTLLPKRTACPTKNSMEGASTSTTENFGHRAKRARVSGKSQDLSAAPAEQYLQEKLP
DEVVLKIFSYLLEQDLCRAACVCKRFSELANDPILWKRLYMEVFEYTRPMMHPEPGKFYQINPEEYEHPNPWKESFQQLY
KGAHVKPGFAEHFYSNPARYKGRENMLYYDTIEDALGGVQEAHFDGLIFVHSGIYTDEWIYIESPITMIGAAPGKVADKV
IIENTRDSTFVFMEGSEDAYVGYMTIRFNPDDKSAQHHNAHHCLEITVNCSPIIDHCIIRSTCTVGSAVCVSGQGACPTI
KHCNISDCENVGLYITDHAQGIYEDNEISNNALAGIWVKNHGNPIIRRNHIHHGRDVGVFTFDHGMGYFESCNIHRNRIA
GFEVKAYANPTVVRCEIHHGQTGGIYVHEKGRGQFIENKIYANNFAGVWITSNSDPTIRGNSIFNGNQGGVYIFGDGRGL
IEGNDIYGNALAGIQIRTNSCPIVRHNKIHDGQHGGIYVHEKGQGVIEENEVYSNTLAGVWVTTGSTPVLRRNRIHSGKQ
VGVYFYDNGHGVLEDNDIYNHMYSGVQIRTGSNPKIRRNKIWGGQNGGILVYNSGLGCIEDNEIFDNAMAGVWIKTDSNP
TLRRNKIHDGRDGGICIFNGGRGLLEENDIFRNAQAGVLISTNSHPILRKNRIFDGFAAGIEITNHATATLEGNQIFNNR
FGGLFLASGVNVTMKDNKIMNNQDAIEKAVSRGQCLYKISSYTSYPMHDFYRCHTCNTTDRNAICVNCIKKCHQGHDVEF
IRHDRFFCDCGAGTLSNPCTLAGEPTHDTDTLYDSAPPIESNTLQHN                                 
>Hsap_ENSP00000388531                                                           
MAESLPLEMLTYILSFLPLSDQKEASLVSWAWYRAAQNALRESLGLRGICCISLTNLDGSLASHQVLQSVAYHLGPHLQS
LSLGGGSPTEASSVALILGCPALCVLDLSGCNSLFTSGTLLAQPEMAQSVQQALSGLRELNLAGLRDLADLSFNQLSSCA
PSLERLSLAYCHLTFELGPA                                                            
>Hsap_ENSP00000393154                                                           
MATGRGRILQQHWLGLQTLRGPSRGGGAARGRARAFGCRKGPGVKLSAGSAALRCHAGGGQHWESSFSCCSGFLDGMPSE
ILLKIFSYLDAVSLLCTGCVSRRFYHLANDNFIWIGIYSTAFSPARSNWKFNSVEKIAMSMSFLSVQDKEAGYWKKEYIT
KQIASVKAALADILKPVNPYTGLPVKTKEALRIFGLGWAIILKEKGGKEYIMEHVDLSINDTSVTVIWYGKKWPCLASLS
TLDLCGMTPVFTDWYKTPTKHRLRWHSLIAKYNLSHLTISTMIGCDRLIRIFCLHPGLLVGVWKKEEELAFVMANLHFHH
LVERSTLGSATIPYELPPHSPFLDDSPEYGLHGYQLHVDLHSGGVFYLCGTFRNLFTKRGNIENGHVKLIVIHLKNNREH
LPLIGKVGLSWKTDIFDGCIKSCSMMDVTLLDEHGKPFWCFSSPVCLRSPATPSDSSSFLGQTYNVDYVDAEGRVHVELV
WIRETEEYLIVNLVLYLSIAKINHWFGTEY                                                  
>Hsap_ENSP00000403802                                                           
MEAGGLPLELWRMILAYLHLPDLGRCSLVCRAWYELILSLDSTRWRQLCLGCTECRHPNWPNQPDVEPESWREAFKQHYL
ASKTWTKNALDLESSICFSLFRRRRERRTLSVGPGREFDSLGSALAMASLYDRIVLFPGVYEEQGEIILKVPVEIVGQGK
LGEVALLASIDQHCSTTRLCNLVFTPAWFSPIMYKTTSGHVQFDNCNFENGHIQVHGPGTCQVKFCTFKNTHIFLHNVPL
CVLENCEFVGSENNSVTVEGHPSADKNWAYKYLLGLIKSSPTFLPTEDSDFLMSLDLESRDQAWSPKTCDIVIEGSQSPT
SPASSSPKPGSKAGSQEAEVGSDGERVAQTPDSSDGGLSPSGEDEDEDQLMYRLSYQVQGPRPVLGGSFLGPPLPGASIQ
LPSCLVLNSLQQELQKDKEAMALANSVQGCLIRKCLFRDGKGGVFVCSHGRAKMEGNIFRNLTYAVRCIHNSKIIMLRND
IYRCRASGIFLRLEGGGLIAGNNIYHNAEAGVDIRKKSNPLILCNQIHHGLRSGIVVLGNGKGIIRNNQIFSNKEAGIYI
LYHGNPVVSGNHIFKGRAAGIAVNENGKGLITENVIRENQWGGVDIRRGGIPVLRSNLICFGYSDGVVVGDEGKGLIEGN
TIYANKGCGVWMMSSSLPHVTSNHVSYNGLYGVAVFSQKDGSSELPRGHRAQENFSEDGDAILWETELEKEDDPLRRPIT
IALVESNSINHNGASGLYVQSSEALHVITNVIHANGDRGITVAQSSQPTRVANNSISCNRQSGVKVEAQCKVELRGNGIY



DNRGHGIITKGDSTIVIENDIIGNRGSGLQLLPRSDTKVIKNRIHSFRAYGIAVRGRAKALVQENIIFQGKTSKTIFQQI
SNNRECIMQNNKFLVFKKKSDTWRLVNPPARPHLENSLRRPSAAHNGQKVTAMATRITARVEGGYHSNRSVFCTIL    
>Hsap_ENSP00000416558                                                           
MVWESQQERGGQGPRRQEGRSREGAIRMVRGSQRRKLQKFTRLCGREEGLRVKRSCPSCGSELGVEEKRGKGNPISIQLF
PPELVEHIISFLPVRDLVALGQTCRYFHEVCDGEGVWRRICRRLSPRLQDQGSGVRPWKRAAILNYTKGLYFQAFGGRRR
CLSKSVAPLLAHGYRRFLPTKDHVFILDYVGTLFFLKNALVSTLGQMQWKRACRYVVLCRGAKDFASDPRCDTVYRKYLY
VLATREPQEVVGTTSSRACDCVEVYLQSSGQRVFKMTFHHSMTFKQIVLVGQETQRALLLLTEEGKIYSLVVNETQLDQP
RSYTVQLALRKVSHYLPHLRVACMTSNQSSTLYVTDQGGVYFEVHTPGVYRDLFGTLQAFDPLDQQMPLALSLPAKILFC
ALGYNHLGLVDEFGRIFMQGNNRYGQLGTGDKMDRGEPTQVCYLQRPITLWCGLNHSLVLSQSSEFSKELLGCGCGAGGR
LPGWPKGSASFVKLQVKVPLCACALCATRECLYILSSHDIEQHAPYRHLPASRVVGTPEPSLGARAPQDPGGMAQACEEY
LSQIHSCQTLQDRTEKMKEIVGWMPLMAAQKDFFWEALDMLQRAEGGGGGVGPPAPET                      
>Hsap_ENSP00000417601                                                           
MVFSNNDEGLINKKLPKELLLRIFSFLDIVTLCRCAQISKAWNILALDGSNWQRIDLFNFQTDVEGRVVENISKRCGGFL
RKLSLRGCIGVGDSSLKTFAQNCRNIEHLNLNGCTKITDSTCYSLSRFCSKLKHLDLTSCVSITNSSLKGISEGCRNLEY
LNLSWCDQITKDGIEALVRGCRGLKALLLRGCTQLEDEALKHIQNYCHELVSLNLQSCSRITDEGVVQICRGCHRLQALC
LSGCSNLTDASLTALGLNCPRLQILEAARCSHLTDAGFTLLARNCHELEKMDLEECILITDSTLIQLSIHCPKLQALSLS
HCELITDDGILHLSNSTCGHERLRVLELDNCLLITDVALEHLENCRGLERLELYDCQQVTRAGIKRMRAQLPHVKVHAYF
APVTPPTAVAGSGQRLCRCCVIL                                                         
>Hsap_ENSP00000423630                                                           
MGANNGKQYGSEGKGSSSISSDVSSSTDHTPTKAQKNVATSEDSDLSMRTLSTPSPALICPPNLPGFQNGRGSSTSSSSI
TGETVAMVHSPPPTRLTHPLIRLASRPQKEQASIDRLPDHSMVQIFSFLPTNQLCRCARVCRRWYNLAWDPRLWRTIRLT
GETINVDRALKVLTRRLCQDTPNVCLMLETVTVSGCRRLTDRGLYTIAQCCPELRRLEVSGCYNISNEAVFDVVSLCPNL
EHLDVSGCSKVTCISLTREASIKLSPLHGKQISIRYLDMTDCFVLEDEGLHTIAAHCTQLTHLYLRRCVRLTDEGLRYLV
IYCASIKELSVSDCRFVSDFGLREIAKLESRLRYLSIAHCGRVTDVGIRYVAKYCSKLRYLNARGCEGITDHGVEYLAKN
CTKLKSLDIGKCPLVSDTGLECLALNCFNLKRLSLKSCESITGQGLQIVAANCFDLQTLNVQDCEVSVEALRFVKRHCKR
CVIEHTNPAFF                                                                     
>Hsap_ENSP00000425963                                                           
MKRNSLSVENKIVQLSGAAKQPKVGFYSSLNQTHTHTVLLDWGSLPHHVVLQIFQLPLLDRACASSVCRRWNEVFHISDL
WRKFEFELNQSATSSFKSTHPDLIQQIIKKHFAHLQYVSFKVDSSAESAEAACDILSQLVNCSIQTLGLISTAKPSFMNV
SESHFVSALTVVFINSKSLSSIKIEDTPVDDPSLKILVANNSDTLRLPKMSSCPHVSSDGILCVADRCQGLRELALNYYI
LTDELFLALSSETHVNLEHLRIDVVSENPGQIKFHAVKKHSWDALIKHSPRVNVVMHFFLYEEEFETFFKEETPVTHLYF
GRSVSKVVLGRVGLNCPRLIELVVCANDLQPLDNELICIAEHCTNLTALGLSKCEVSCSAFIRFVRLCERRLTQLSVMEE
VLIPDEDYSLDEIHTEVSKYLGRVWFPDVMPLW                                               
>Hsap_ENSP00000428902                                                           
MMAFAPPKNTDGPKMQTKMSTWTPLNHQLLNDRVFEERRALLGKWFDKWTDSQRRRILTGLLERCSLSQQKFCCRKLQEK
IPAEALDFTTKLPRVLSLYIFSFLDPRSLCRCAQVCWHWKNLAELDQLWMLKCLRFNWYINFSPTPFEQGIWKKHYIQMV
KELHITKPKTPPKDGFVIADVQLVTSNSPEEKQSPLSAFRSSSSLRKKNNSGEKALPPWRSSDKHPTDIIRFNYLDNRDP
METVQQGRRKRNQMTPDFSRQSHDKKNKLQDRTRLRKAQSMVMGRGFSVPFASAGEERQQHGECPVPTPWKAVPPGSPGV
GTQCLGGALGCPTLGATARRGRSPAFHHL                                                   
>Hsap_ENSP00000432786                                                           
MEPEEERIRYSQRLRGTMRRRYEDDGISDDEIEGKRTFDLEEKLHTNKYNANFVTFMEGKDFNVEYIQRGGLRDPLIFKN
SDGLGIKMPDPDFTVNDVKMCVGSRRMVDVMDVNTQKGIEMTMAQWTRYYETPEEEREKLYNVISLEFSHTRLENMVQRP
STVDFIDWVDNMWPRHLKESQTESTNAILEMQYPKVQKYCLMSVRGCYTDFHVDFGGTSVWYHIHQGGKVFWLIPPTAHN
LELYENWLLSGKQGDIFLGDRVSDCQRIELKQGYTFVIPSGWIHAVYTPTDTLVFGGNFLHSFNIPMQLKIYNIEDRTRV
PNKFRYPFYYEMCWYVLERYVYCITNRSHLTKEFQKESLSMDLELNGLESGNGDEEAVDREPRRLSSRRSVLTSPVANGV
NLDYDGLGKTCRSLPSLKKTLAGDSSSDCSRGSHNGQVWDPQCAPRKDRQVHLTHFELEGLRCLVDKLESLPLHKKCVPT
GIEDEDALIADVKILLEELANSDPKLALTGVPIVQWPKRDKLKFPTRPKVRVPTIPITKPHTMKPAPRLTPVRPAAASPI
VSGARRRRVRCRKCKACVQGECGVCHYCRDMKKFGGPGRMKQSCVLRQCLAPRLPHSVTCSLCGEVDQNEETQDFEKKLM
ECCICNEIVHPGCLQMDGEGLLNEELPNCWECPKCYQEDSSEKAQKRKMEESDEEAVQAKVLRPLRSCDEPLTPPPHSPT
SMLQLIHDPVSPRGMVTRSSPGAGPSDHHSASRDERFKRRQLLRLQATERTMVREKENNPSGKKELSEVEKAKIRGSYLT
VTLQRPTKELHGTSIVPKLQAITASSANLRHSPRVLVQHCPARTPQRGDEEGLGGEEEEEEEEEEEDDSAEEGGAARLNG
RGSWAQDGDESWMQREVWMSVFRYLSRRELCECMRVCKTWYKWCCDKRLWTKIDLSRCKAIVPQALSGIIKRQPVSLDLS
WTNISKKQLTWLVNRLPGLKDLLLAGCSWSAVSALSTSSCPLLRTLDLRWAVGIKDPQIRDLLTPPADKPGQDNRSKLRN
MTDFRLAGLDITDATLRLIIRHMPLLSRLDLSHCSHLTDQSSNLLTAVGSSTRYSLTELNMAGCNKLTDQTLIYLRRIAN
VTLIDLRGCKQITRKACEHFISDLSINSLYCLSDEKLIQKIS                                      
>Hsap_ENSP00000437464                                                           
MGHLLSKEPRNRPSQKRPRCCSWCRRRRPLLRLPRRTPAKVPPQPAAPRSRDCFFRGPCMLCFIVHSPGAPAPAGPEEEP
PLSPPPRDGAYAAASSSQHLARRYAALAAEDCAAAARRFLLSSAAAAAAAAASASSPASCCKELGLAAAAAWEQQGRSLF
LASLGPVRFLGPPAAVQLFRGPTPSPAELPTPPEMVCKRKGAGVPACTPCKQPRCGGGGCGGGGGGGGGGGPAGGGASPP
RPPDAGCCQAPEQPPQPLCPPPSSPTSEGAPTEAGGDAVRAGGTAPLSAQQQHECGDADCRESPENPCDCHREPPPETPD
INQLPPSILLKIFSNLSLDERCLSASLVCKYWRDLCLDFQFWKQLDLSSRQQVTDELLEKIASRSQNIIEINISDCRSMS
DNGVCVLAFKCPGLLRYTAYRCKQLSDTSIIAVASHCPLLQKVHVGNQDKLTDEGLKQLGSKCRELKDIHFGQCYKISDE



GMIVIAKGCLKLQRIYMQENKLVTDQSVKAFAEHCPELQYVGFMGCSVTSKGVIHLTKLRNLSSLDLRHITELDNETVME
IVKRCKNLSSLNLCLNWIINDRCVEVIAKEGQNLKELYLVSCKITDYALIAIGRYSMTIETVDVGWCKEITDQGATLIAQ
SSKSLRYLGLMRCDKVNEVTVEQLVQQYPHITFSTVLQDCKRTLERAYQMGWTPNMSAASS                   
>Hsap_ENSP00000441922                                                           
MAAPASRQVRRRARAAPRPRSAEDWWWDRLAPRGSGYHLLQSDSMLLVLSEPGPARPRAQRRASRRTPRQPPRGPSAAAK
PKAGLRSEAAAAPAPAPAPTPTPEEGPDAGWGDRIPLEILVQIFGLLVAADGPMPFLGRAARVCRRWQEAASQPALWHTV
TLSSPLVGRPAKGGVKAEKKLLASLEWLMPNRFSQLQRLTLIHWKSQVHPVLKLVGECCPRLTFLKLSGCHGVTADALVM
LAKACCQLHSLDLQHSMVESTAVVSFLEEAGSRMRKLWLTYSSQTTAILGALLGSCCPQLQVLEVSTGINRNSIPLQLPV
EALQKGCPQLQVLRLLNLMWLPKPPGRGVAPGPGFPSLEELCLASSTCNFVSNEVLGRLLHGSPNLRLLDLRGCARITPA
GLQDLPCRELEQLHLGLYGTSDRLTLAKEGSPFLTQKWCHTLRELDLSGQGFSEKDLEQALAAFLSTPGGSHPALCSLNL
RGTRVTPSTVSSVISGCPGLLYLNLESCRCLPRGLKRAYRGLEEVQWCLEQLLTSPSPS                     
>Cint_ENSCINP00000003005                                                        
MKRKHELDSEKSPEKKACKSIHGRSIVATRTAILPLASPVPHKAVTRTTSTRRTRLVSDGSNSDAPPVESNGMITAPTTP
TKVNQTPPGSNEWLQRFLQWNARDKIQVLENLIGVCQPHEVRHMLEVIEPQFQRDFISLLPKELALYVLSFLQPQDLLIA
AQTCKFWRILSEDNLMWREKCLEEGISEPYMTKIMRNNWKS                                       
>Cint_ENSCINP00000003013                                                        
QTPPGNNEWLQRFLQWNARDKIQVLENLIGVCQPHEVRHMLEVIEPQFQRDFISLLPKELALYVLSFLQPQDLLIAAQTC
KFWRILSEDNLMWREKCLEEGISEPYMTKIMRNNWKSKRSVGCGSTWKASFLRHARIEANWRSGNTKTPKLLKGHDDHVI
TCLQFNGSRIVSGSDDNTLKVWSAISGKVKCSNISEQLFNVNIFSGLCVHTLYGHTSTVRCLALHDNIVVSGSRDATLRA
WNIDTGECTHCLVGHMAAVRCVCYDGERVVSGAYDYMVKVWDPETEECLHTLQGHTNRVYSLQFDGHYVVSGSLDTSIKV
WEIERGTCLHTLMGHQSLTSGMELRDNILVSGNADSTVKFKYYLSLLGSNKHHSAVTCLQFYGKFVITSSDDGTVKLWDV
KTGKVVRDLVTLDSRGSGGVVWRIRASQTKLVCAVGSRNGTEETKLLVLDFDSEPK                        
>Cint_ENSCINP00000004926                                                        
METDEEMIIGRFTKMERAEQDELLRKLLLKCKPRQLQMLYGDTRQLLAVDFVPFIPREIVDRIFSYLTPQELSRASCCSG
QWRERANSSSLWKALCRRRSWLHFGEGSCQPQELFSSTPVTLAPMTVLTSPTFTPIINTANHLQKNWATGRYVVMPPMRG
HKDRISCVDCAGNIVASGSDDHLVVLWDVSTGDKLHVFSHHNDAVTCVKIKNNLLLSGCADGVIRIYNISTGKCLGQLLD
EHQAKSGVRFLCFDGTKAISGHDDKTVRIWAVLTGRCLYVMTGHTDDIASMVCFGKYAVTTSWDETVKVWDTESGVCAHT
LIGHTEVVHCAHANDQYVVTGGGDNVVKVWLMGNGLCSQTLVGHTDDVYCVGFNAEIIASGSADSSVRIWSWLGVCLHTM
KEHIGVVRCLALRREMLITSGDQKKIIVWDAVKGKLLNVVHRNPSLVNIMVTD                           
>Cint_ENSCINP00000005646                                                        
DPLRIKDPDGLGMVMPDRSTFSVSDVRAFVGGRRMVDVMECKTQRALEMSMRDFERYFEGSDRKYIYNVISLEFSQSRLE
SLIQRPKVVDALDWIDLVWPQHLKHTQVEQTNRIHHMKYPKVQKYCLMSVAGCYTDFHIDFGGTSVWYHILKGGKIFWLI
PPTNENLQLYERWTLSGNQGDIFFADMVSRAQRLELVAGNSLMIPSGWIHAVYTPYDSIVFGGNFLNSFNIPMQLRIAQV
EERLKVPGRFRFPFFSEVLWYALDRYLHCLTKKTFLSEEFKEENHCIVKEKPDVEKEEEEYVHLTPFEYKGLQKLIETLE
FLPEGKQSIPDGILNPLELIKTGKSLLWNHSADDHEMSITGKSKVYWPVTIKPRDLHKLPRKPRTPSTSSTPGTKKPNAS
RVRRVRCKQCEACQRGDCRECVFCKDMRKYGGPGTMKQTCILRRCINPILPSTAREEPVTVNQPTPFVESPVPPKPGKRG
KKRLSSNESVVVPMKSTKLEEDVEEEDDDSDFSPPSKNQMPRVVIARVSTGDLAKYAVRPADSSTEEDLAKLPTETETLS
MNRTLWMHVFKYLNHTDLCSCMLVCKDFLRWCASPSLWKSVNLTGKQINSSTLQCLVRRTPTSINFSESNISYRQLMWLF
ERSPSLRELYLIRCAWSTVAALNTAACPPLNLLDLSWAAGFTDPHLKQLLSAPTDVRPGQEICHTRLRFCRELSVAGTDI
TDVGLKLISHYLPHLKSVNISFCSVTSEGFGYLTSSNSSMPKILSVIISQHCHLMTDCALQNASKLPKISQLDFRGCTEV
TEEACEDFIENFKLNLFMPEPLYLVAQNT                                                   
>Cint_ENSCINP00000005770                                                        
MVQHEANPNFPLNDGLNEFQLVHALITQSLNKWSGESRDQNDNSVKLESNSQNNIFTEVFHSFNSSQRKRVFPRYVKHFL
SQFRRSKDCFSNQSSEDRTVTPQNRSTVVRHASLHSTPPSDENSPKDLKISSSNVHKKVLHFENCANSNSTPDAGDRVPP
TNPTPPTSSCVEKCPGGTFYPPTPTSSPTKHKENPTSKPSTPEPPGRPQVLTGRNLKRVPSERFQKMRRKVQKLMLPAVK
PVDTDEVFSRCENQDETSFLQSLRIPTPSQVRQDYERQPCMMLRLPDHILSQVFSHLDTRSLAAMKCCCTDFKFIINTFD
IRGCDSRWMTDERYIDDPCKQCRRQFVRGDTTMCCYHPKRYYSDIPYGRSYWMCCLKCNKNAPGCKIGLHDNDWRTASN 
>Cint_ENSCINP00000008777                                                        
MKQHGPKYIKQYAVGIIDYSSQYGGENRRSFSYSVSNIMGEPQIFPKYGDFTQAAVMRTYGPWWEKCSSPSFKKDHRPRA
FPFTSQDYIDVVFDQAVYPWSIAIYETYNPGSLVRILALCQRFPKQTAKSDKNNNVGTDPDIQGKAIPLPLTNGFTHWEV
LWDNPHPQSNLPNEARMFAPILREIKHRSRIIRLEFCHSHLDYYAELDAVELTGTLEFSGSSAVDPPSGSLSNMRITQPS
TSTMTPSFSSEDLIFSESKIDYSLSSNVDPEPPSESDASCSEEEEPIQFSHPGGMFSLLPAELTSKIFSYLPFPDICRAA
QVCSVFHDHSYDPSQLTCLNLHTYWHMVNENTLKGIVNRCQNGCTVQTLNMRWVGGGDIISPDHFNWFFRSCNLSSLSYL
DVGSSPCITDEVLTTMTAVLPGLNHLNIESCDKPSSEGLRVLHKLKQLETLNLYRTKVDDAGIICVLHSNNNLQSLNLGS
CQQITDYDRVFCEIAAHCKQMRIIDAWRARSLTSRGLNELAKNCQFLEELDFGWCGTLQSSTGCFTYLARCCPNLKKLFL
TANRTVADAEIRMLAEYCIKLRQLDILGTRQVSVAAVELLLHQCKDLQFLDLSFCFSFTVDVVNRLRTMFPGVAIKRSFQ
E                                                                               
>Cint_ENSCINP00000008966                                                        
SSELLQAMLPDEVMLRIFSYLLEKDLCRVAQVCKRFNVLSNDPVLWKYLYQELFEYTIPMMNPEPNTFQQVAPEDCDSTN
PWKESFSQLYKGVHVRPGCMENYSNSTTDAIKLRPRDNIQYYETIVDALGGVVEGDHNGIIFVHPGIYSDEWIFIDFPVT
ILGAGPDKVSSKVVIENMCETTIVFTEGCADSFIGYMTIWFLPEDPNAPHHRYCIEIGSNCTPTIDHCMIRSTSTVGSAV
SCAGEGANPTFSHVTISDSENVGLYIADHAEGLFQDCEIHNNALAGIWVKNYAKPIIRRCHIHDGRDVGVFTFDNGYGYF



EKCDIHHNRIAGFEVKAGANPTVVRCSIHHGQTGGIYIHARGRGQFLENKIHSNQFAGLWVTSNSDPTIRCNEIYNGHQG
GVYIFTDGKGLIEKNNIYGNALAGIQIRSNSSPIVRHNKIHDGQHGGIYVHEKGQGIIEENEIYSNTLAGVWVTTGSSPT
LRRNRIHSGRQVGVYFYDNGNGILEENDIYNHMYSGVQIRTGSNPVIKMNKIWGGQNGGILVYNSGLGLIERNEIFDNAM
AGVWIKTDSNPLMRGNKIHDGNKIHDGRDGGICIFNGGKGILEKNEIFRNAQAGVLVSTNSHPQLRRNRIYDGFAAGIEI
TNGATAVLERNQVFNNKFGGIFLATGVSCILTENRVFGNKNAIEKAVKRGHCLYKISSYTSYPMHHFYRCYTCNTTDKNA
ICVNCVRKCHQGHVTEFTRHDRFFCDCGAGTLSNTCCLAGEPTHDTDTLYDSAPPIESSTTRHG                
>Cint_ENSCINP00000010990                                                        
CEETKANTRPQTPVSDTKSWDNLPHVSLIKIFTYLKESQLLELQFVCKRWYDVIRHTPSLWREKYFRFSGREPRDLTHQP
YRYATHFIRTFGKYLHVLEFRLHSPVSTGVCKKFQVCVKVCLNHLAKSRARIKVLSLPMLQLDRSQWMLYKEDFCSALAK
FFCKSQHSMRDVCLRGARANFDDGYKVLYAMGYNTGDTVTRLDLEDFFGRTPTPVYDKPQFVDCLKNFTNLQELDLNYSC
LSEELLDGLAEKLNPDSLRWFYIKVYAYDPHNQVVWGHSWGALVKKCPSLKVNMLFQRVMTSDEHFRILLPQIPLSQVSF
DGCYFADQSWQLYPTIASILPLFKKHLRRITIDLPDTREVFENELLTLIQHCDKLVSLKLYAFITSRFVDRLLQMVQDGK
SKLEIIKIRIYLRDYDTQDEESELDRIFAKYERLVGGDLNYYASCVTSI                               
>Cint_ENSCINP00000011004                                                        
MEHLTRDEVTLYNDSGTSELEKLKILNCMVDRLLVDRENGKHGSSLDAKLHHQQQISTYKQSDIKKVPVKAVAGEDHWGA
KKYLNSGFDFVNEYFAQSDELSTKTNSMKHVLASHKSSYQVVQSNNELFQTPKNETKVNMVSSEGRSESDNDSDGSDVES
VKSTLQTHRPCYEPQNSELVVFSPEIITREIHELEITIKKDHKRTPLYSEAENYKLHDEYSTPMHLNIEASTTAVDNLTV
GSHEHESSGVIPNITEQSQCVPSIGESVTRDRKIVAPATLSKDSIPDSMGSLETKIEYQYHGKKGNWGVHDKESTSKSLP
TTPLPAVSNRIKRSTSRPQSATKSRKEVWTAGTIFNSANLDVRQNWLLKEKLLQKKRKEFRTLPLKDLSTNCSETTTHCT
PHMMMLPDELILGIFSFLSIKDIASATAACKKFYRIGNDSSLWKVVTLQSCELKDKFLSGIGSRKPRGLELLSCDGKKIS
NRGLRELFKNLKQSLEYLNISKCSGDNLTGDTIMLHASTYCKHLNKVVIPWSSTTDNGLSSLSYGLKRLAHLNISGNSAI
TDEAFKVLLEQHAHNLKVLEVAGCFSLSSESFGQMAEKSTPNNLRKLNIGLCKVAEDTINSLCGKLPSLRHLDMHGIKSV
TDLCIQTVTQQCKNIHTLVLSHCVSLSDQALFQMSENLPLLRNLNISGCCKVTDDGVSSITSALPCLQTLDISSTGVTHI
SVTAIAQFGLQWLTSLKLSFCHNVTNECLYSLLTSCPSLELLHLYGCRRIQFESLLKIRPALLLKY              
>Cint_ENSCINP00000011674                                                        
LPDELIVKVFQYADIKTLIKLTYVCSKWRRLSEDDLLWQQRYLRYTSKVKAVKLKDSKLPYKVRLFKDCRKIRDDTAIRK
TKLNPYTAVVANMDRFLWAFEVQFQICFTTKDKTERTFTNSYKKSFSSSTVVQWSNLEGFPKLSDVSTVSLYARIPLMLS
SKGKPIKGSPRQLSLLCTDKVNELTPLCEDRHIKAVVLPSGMLVALWSGSEDIAFVCVSIHHHDLVKKILYSNADTIYTN
PHIVVADDIDTSYGLHGYKCHINLHTLGASLFEEKFSGMFCNEAQTPKVDNVKDHIELNVCSISAPVSKKLEIGWKTDLF
QGSLSHTVMLGVTLVDINNEVMWEISRPVKSNDKPLDDGVFSMDGFIKEFKYSDKVGEISLMVNVDGERANVQKVKILLN
VDNINIWFGTDY                                                                    
>Cint_ENSCINP00000014028                                                        
NKKPTADKLPTLVLERIFSFLSLEELQSCSLVCKSWFHYLNDGNNDVWRLQCVQKLAEEALKSDLLSSLPTYKEKLKAFH
HSWNANDCSGNIYIKPDGFTLHRRPEAQCTDAARGKIGFESGRHSWDVRWRGPVGTVAMVGVATKEAPLRVGGYKPLLGS
SDQSWAWNLVDNHLFHGGSRRDTYPKCNNPPKYQVGEKITVVLDMEDNTLAFERDYEFLGIAFRGLPQTRLYPSISAVYG
NTEVTMVYKGNPTDG                                                                 
>Cint_ENSCINP00000016254                                                        
MKSLFKNGELLNVSEQAPSPSKDFINLIVTMKEVIWRYWKINPQCLKSDVSIAPSENRQSHDDFIHDLDLHSEVKRVFGV
NMLVYIKQLCLGHFDYFVRLSNPLQILIMSYMELEDIASLSQTNKHFHELCNSEQLWEHIVESHCDTITPEMKLFAGEVG
WKHVFFTNKLQLRAQMRRHQNRGTFSNAPDEQ                                                
>Cint_ENSCINP00000016508                                                        
MKLRVRFQTRTVVVSLDDSNVLTVLHVKNQVREILNDLQLPHNTSFALSLNGKTSIGNDGDLLSAAGIVSGDLLKVLISD
EIPTDQISSVQDSVSMTSVRTEQMDPVEDASNEDDQPGTSDAFEVPCYHPGPLLLQDYKAGQQLPDYLQQLYSLESVKTD
FHAICLILHSFMLESGFILQGLNTQLPPDLENALKSFVVNLEYKHPAGNDLHFSMTCNPLGQFVLVNGLVRPCSNTEEQV
LTLQVKSTDFVKKFNADSKPSDSSQVFKDLTKLAHSFKENVAYRAIDNMRAELQLPPIHGMLSLFPELLLRILSHLDVGS
LCAVSQTCRILCDVAKDDNLWRSLLIKDFNAVPREMQGTSWKEVYMQRYKRKQQRQQERQRIAREQDFFYPVTPETPQFP
GQPFGPNHPTAQPFPGQPLGMIGGDYDLDPTFPFGPLGGRGRANPFNPNPIGPMRPGPHNPLPGSRFDPMNPHPGGFRPG
RGGGMMDDMNFGLPGLPNQQRNRRGFGGGGFGGFM                                             
>Cint_ENSCINP00000016594                                                        
MDTRVAAYKPRTSKTKIHWVMDKDEERELFDDLGIIGEIHSPQQEKSEILSKNKYLKLQSTPIMSHSASMVKHQRPVAQR
KRSLLQTNDGSKFPKVRCLTDSFNGSWCSNSSESSKLDFSLINRMPDEIFIKIFKYCNSETKVICSRVCWRWYKIAKDET
LWRQVSLAKRIISLVQLQNLLKRDVQALCLNSAEVIQNTGDDAGPQVNPFSRVYYYTIHSLDLTNANISNNSLCIILMRC
NQLRNISLEGLTISHNVLSSLQSCILLQKLNLCLCKGMTESGMIHLLETCCQLRHLNMAWTNLCQSDPTQIISSLPRNIR
RLNMSGFLNTLKDGHVASIVRRCPELQELDISDSNKTTEESINHIMNVQNTLDSVNLSRCYAISPNCYLHFSKLKQLRHL
DVFGVFDDVSTNVLASVLTNVRVCLRPFSAIARPSPSSLYGTRRRTIWGYLVV                           
>Cint_ENSCINP00000018375                                                        
MADWVYSLLKRFYQRFFPTNILQWMRKQQIENGPDECYDTTELHSSYLRDAEEHETWFPEVTNINQLPYSVLVKIFSYLS
VEDRLLDLCFVCKHWHQVCHDQTFWKEIDFSDRSLVTDEVLLRAVTFSKNVQSVNLRGASNKRLTREGLIALSKACPMLE
TLKLTCSASCLNEETVISMIQNCPRLKHLQIAMMGLTDETMLTIANCLKDLEFLSVNKNHVITDDGAIAVIRSCKKLTTL
RMEDLKITDKTIAELVARESTNPTMVDLNVEMAKFSPKSAESLAKLKNLEVFYLTRCKGFTYENLKPIVLSMTKLTRLSL
CMNDELDNRVAKLLAMNLKQLKDVFLTSIPIDDSGMACFARHGKNLEMLDVGYSKVTEKGVENVCQSLPKLKWLGLTRCE
GANKKEVEILAHRFSHVQFVTFLQDAKRMLVKRGCWDHSFNGVLTEKKILEQMSKEMPPPYHRRKIASGGVIEYFDTRT 



>Cint_ENSCINP00000018765                                                        
MLHQANFTDLPDHIILEIFMYLNVKELLRLVRVCKRLERLIPDKWLWKNVQFSPRPIQKTKLRSIVTKYFTNSTAAVDIC
GKWKNKNTTYAISNHILKTIAVKSPKLSTFKIEDENLNSISLELLPSSIQHLSFTRCEIPLSCLKSCVEKFKHLKSLSFR
RCPCLTDTHLSCFGNLPKLEKLEIVESYRIDNDAVRVIGRSFPNLRNLTLVGCARCGDLCCGNIVEKLPLLQSLEIEEWT
ELSMRGVNMLTNNLENLKFLSVKCTQINKGNIVIRGSRVGL                                       
>Cint_ENSCINP00000018885                                                        
MDSDPDDCIFEGDENEEVIGQQRMDSPQHMEIANGSNNDDSSNDEVMDDNLPAAMMMQGVPVSIGIDNHPTASSNVSNSN
PMQHQSVTLSILPASHNIQSLQDRIDVRNTNLDSGPILTNDTNYNPAQTVLSPRLRKLSQQLSLSENYKNERDSCTKHFD
TWSEQEQVDFVEHLILRMCHYQHGQINCFLKPMLQRDFISALPARGLSHVAENILTYLDAKSLGAAELVCREWYRVVQDG
HLWKRLIERMVSTHSLWKGLSERMGWGQHLFKGKPENSVPDSFFRSLYPSIISDIEKIESNWRCGRHDLKRIMCRSDNSK
GVYCLQYDDDKIVSGLRDNTIKLWDRRTLENTKVLTGHTGSVLCLQYDERVIITGSSDSTVRVWDVNSGDLVNTLVHHCE
AVLHLRFDNGLMVTCSKDRSIAVWDMVSAKEINMRRVLVGHRAAVNVVDFDDKYIVSASGDRTIKVWNTLTCEFVRTLNG
HRRGIACLQYRDRLVVSGSSDNTIRLWDIEFGACLRILEGHEELVRCIRFDNKRIVSGAYDGKIKVWDLQAALDPRSPSS
TLCLRTLVEHTGRVFRLQFDEFQIVSSSHDDSILIWDFLDVPQAPTEATKSPNRTYTYVQR                   
>Cint_ENSCINP00000018903                                                        
MPHVLVSLPDELLVGIFKFLDVVSLAQVCLVCRKLNAIASCNAVWLPRNEKVLNKTLLPGNSVKEQCRLSKKWTKGLGYC
LKLQGYPRSFMPWIEISHQKLYITQGDTVQKYLLKNEVNSSNCQLKRMGRSVIKHEGMFTPRHGDDVYQFRVHNNVLVCG
GWNGYLSWTDLNSGKTRIKTKSHESDVHAVDFRDNVIVSGSRKEDLKIWRFNDDFTNVSECSSTNAMDRVLSLRINPKFS
SFVSGTSGIRAHPLRVWDLSRGEFLHQLGKNHRLGGGPLDIEYTGPHTLVSAGYDTYIKLWDSRLSNSHCVRSWEEPHDN
TIYCVTTDCGHMIVSGSCRHGVVRLWDMRMTKCLQSFYFGGRHVNSPVYSVQTTRTHLFAALAKGLFAIEFT        
>Cint_ENSCINP00000021839                                                        
MGSLNENNDCVPTQSEDVSASTSNDVQWGHLPDEIWLEIFKRCPQLTVMFRLSRVCSKFRSLSSDPAMWRHIDLNEWEET
ELNKIVIDDENPTASNEILPNHPTILKSSQLYAYVMPKVMNHVKKLTLSRYYKDFTLNSFERSLLCKCANLTYLNMGFCE
NVNLFSLQEICYSCPNIECLTVEGCRNVDDACMNTISKLNRLTTLDISHCAGVTDIGIQYLTNLSSSLLHFMGDGVLHMS
DRGVCHLVATHTKLETLVIDGEELNDVSIEAATRCLENLQTLHISFCNQLTDRSITALFRKTRLKRLFMKKLSCEITTPV
LKQLFLYDTLKYLVELTLTDCDAVVDSTAYVIAERCPILKLLNLNWCCALTDEGIIRLTDTCRQLKRLHLVGLPFLRGSW
IKGLELKLPNLCFLDLSVCNMIMDVDVIDLVQRKPDLTAYTYYHEEVVYKKDLKLYQVYITEGKQGGKTMSIKQPQCAGS
LGSTVDF                                                                         
>Cint_ENSCINP00000023075                                                        
MDSVASSTVNPQGSMGLHQNNYSQSINNERTIVHVFKFFRDRYVFKIKDGGLQSKDSDDHDDAMTTTDNEDSPLETIFSI
NLDDLPYYCKLIVLSKLDASDINHLSMTSKHWRAVCSDQILWRELLYTDMLKWPNIGNKSIPLLSLAEYFKTTNTTAVVC
HNGELPNIAYDLYARLCSRNNVNYKALYFHSAYQRVQDHTFIGVKHTSNDVETSINNLSETQDTTLA             
>Cint_ENSCINP00000023813                                                        
MDEGAENWEQRIPIRKRKWRPIPDDAVQTSTADSGTFSRTKQIKIDPKKLRPSTLAARKSENADFNLGSLILQLPNEILG
HIILHLKPRDIGRLASTCTRFHSVIDQNHLWMLLTRNHYPGWRTRSPGSELFAASIEKWKREYAVHYTKGIRYQLLGSSG
TKRRTQCSITDNKSCYGYKKLCCSRDHVFALDLASCLHVYRSRWEREPITNEFVYRRADWHIEFAQNVVDVTTDPRYDNN
LRRYVYVLTQSDRMKSRRSQPNTRSSPSGSVGDNPIAGDKIDVFDERTCRRVFNMTFDPEMRFVSMKLTSVTSQQKTLYI
LTDAGKVYSLHLFESSLLNLGSEGMQVTLKSASKTLGEKVQNVMTSVGVVGFLTESGKLHLLVQRRSEF           
>Cint_ENSCINP00000024005                                                        
MDGLLVRNFTRLLPTEVVNEILSYLDPTSMLNCCQVQRSWNEDITRSCDLWKKSCIDIGCKVLKTDVGVNSGKFWREKFV
HGSKCFHKLKSHQFHDTLELCGHKQRVYCLQYDGNDKLYSGSGDGQICIWNINSGSLFKTFTVEPCSDIVLATSLLYVGS
FTCIISCWNIENGGHCKSYRGHTGAVFSLALNEAHDLLLSGSTDQTARLWKISTCETLHVFHGHDCWVKKVNSVSSPISI
LCFKFSTLLCVNANILNNLITGVTFK                                                      
>Cint_ENSCINP00000024006                                                        
LQHSDSSTDGPVQRLHIEMMEDNNGEEEVNHEQVLENFRQEWQTEVQRKQENQTEVAGTSSEKHEKAEKLFLQGIEKERE
GRMLEAIKFYRNALQLDPDVEGRLTYTAPEGCSLSSSTEEENCGSEFCDLLQRFSSMSCSSQEHNTFLTQLPSEIINKIF
RYVVSSHLDMKSLEALSETCRKFYIYARDETIWRSACEKVWTTHSKKGYSSWRNMFIEKPHVRWDGIYISKVTYYREGDP
SVLYAFYEPIQVVEYYRYIRFFHNGKMIVFTTPDPPSQVIHKLTLENQHQLKYRVGYYKTHINHVEKQELAKVTAMVKNV
ESETLPRSNSGGSRSRTDRHLKKFIVSDIEYHLALDLTSTGKKRSNKLTWQHYSCCSTFGDGRSTMCEMSLREQFPPFYF
SPVVSYMLTSSTSV                                                                  
>Cint_ENSCINP00000025186                                                        
FLPSENEGLINHKLPKELLLRIFSYLDIVTLCRCAQVSPSWNNLALDGSNWQRVDLFLFQTVVEGGVVENLSKRCGGFLK
QLSLKGCENVEDKTLRVFSQNCRNLDRLNLYNCKKITDQTLISLGKNCPQLHYLDTSSCTQITDQGLKHLGEGCPLLSHL
DISWCDRITDRGIRHLTNGCPKLKHLLVKGVTRLTDNSLENIAKNCPCLLLLNLHKCGNITDEGIQKLTEGCKNLESLNL
SECLNLQDESLQSLSLHCHKLKTLEVALCSNLTDTGFISLAKSCPDLERMDLEECVQVSDKTLRYLSIHCIKLTELVRCS
FYSYDNHDLPVDMMCFWAEHSLYYSVSSFIHFQTLSHCELITDEGIQDLGSGSCASEHLEVLELDNCPLITDNSLEHLVG
CQNLSRLELYDCQLITRAGINKLKATFPDLEVHAYFAPNSPAPSINNNNRSGRRKYCRCCILL                 
>Cint_ENSCINP00000026340                                                        
LNENMSERYLRHKSVPVYDDDDAVEDEIDGKRTYDIKEKLESSKYDGEFLIDLKGHELTFERIQRYGLSDPLRIKDPDGL
GMVMPDRSTFSVSDVRAFVGGRRMVDVMECKTQRALEMSMRDFERYFEGSDRKYIYNVISLEFSQSRLESLIQRPKVVDA
LDWIDLVWPQHLKHTQVEQTNRIHHMKYPKVQKYCLMSVAGCYTDFHIDFGGTSVWYHILKGGKIFWLIPPTNENLQLYE
RWTLSGNQGDIFFADMVSRAQRLELVAGNSLMIPSGWIHAVYTPYDSIVFGGNFLNSFNIPMQLRIAQVEERLKVPGRFR



FPFFSEVLWYALDRYLHCLTKKTFLSEEFKEENHCIVKEKPDVEKEEEEYVHLTPFEYKGLQKLIETLEFLPEGKQSIPD
GILNPLELIKTGKSLLWNHSADDHEMSITGKSKVYWPVTIKPRDLHKLTRKPRTPSTSSTPGTKKPNASRVRRVRCKQCE
ACQRGDCRECVFCKDMRKYGGPGTMKQTCILRRCINPILPSTAREEPVTVNQPTPFVESPVPPKPGKRGKKRLSSNESVV
VPMKSTKLEEDVEEEDDDSDFSPPSKNQMPRVVIARVSTGDLAKYAVRPADSSTEEDLAKLPTETETLSMNRTLWMHVFK
YLNHTDLCSCMLVCKDFLRWCASPSLWKSVNLTGKQINSSTLQCLVRRTPTSINFSESNISYRQLMWLFERSPSLRELYL
IRCAWSTVAALNTAACPPLNLLDLSWAAGFTDPHLKQLLSAPTDVRPGQEICHTRLRFCRELSVAGTDITDVGLKLISHY
LPHLKSVNISFCSVTSEGFGYLTSSNSSMPKILSVIISQHCHLMTDCALQNASKLPKISQLDFRGCTEVTEEACEDFIEN
FKLNLFMPEPLYLVAQNT                                                              
>Skow_NP_001164686                                                              
MMSLTTITDENIPEGMTTQTTIKSIRSNKEPSPNYEKERENCVRYFDQWKENEQIEFVEQLISRMCHYQHGHINSFLKPM
LQRDFITALPKKGLDHVAENILSYLDAKSLCAAELVCKEWYRVIQDGMLWKKLIERMVRTDPLWKGLSERRGWSQYLFRP
KPGEIQPTNDFFRSQYPRIIEDIEAIETNWRCGRHTLQRIHCRSENSKGVYCLQYDDQKIVSGLRDNTIKIWDRNSLDCV
QVLTGHTGSVLCLQYDENVIITGSSDSTVRVWNVHNAEMVNTLIHHCEAVLHLRFNDGMMVTCSKDRSIAVWDMQSSTDI
NLRRVLVGHRAAVNVVDFDDKYIVSASGDRTIKVWSTSTCEFVRTLNGHRRGIACLQYRDRLVVSGSSDNTIRLWDIECG
ACLRVLEGHEELVRCIRFDNKRIVSGAYDGKIKVWDLQAALDPRAPAGTLCLRTLVQEHSGRVFRLQFDEFQIVSSSHDD
TILIWNFLNAPHLEGGTTRSSRTYTYVSK                                                   
>Skow_XP_002736831                                                              
MEMMMVPQKFRYPFYNEMLWYLLDRYVTVLKGKSRVSVPDDKEKTGDQNGITDKEKMNTAEEKLKTEGKAEGKIGESNHT
PRIPRLRSKSSGIETDDKNSVDGKERRNKNDRDXXXXXXXXXXXXXXXXXEGKAEGKIGESNHTPRIPRLRSKSSGIETD
DKNSVDGKERRNKNDSKNDDACRKEKSENEVVKKEPLHLTKDEMQGLEAVVDRLEAFPSNKRHVPEGLNDPDGLLEDTKQ
LLRDHANDDPVLAASGKPIVEWPQPLLRARTKPKAAHTSKPTKPGAVRRRRTRCRKCENCLRGDCSKCSFCKDMKKYGGP
GRMKQSCLQRQCLSPVLPHTACCELCGGDDHDERVKDGGIITLMECNVCFKVVHPECLKTEGQPHVGVINEDLSNSWECP
QCCSESSDSDKNEPSTSKSRTSPVKSSDKGSSNSTSRKRKGVSPGKTPDSTTKKKLKTGRGRGALSSSRFQSRTPGKRPR
DKEGNDGRQTMFLKRKRRILGRPSLKGTLGKPKVGKPSTFSRALKIKREKLLAKQKLLKKKIQEMRNNRQKSQGILDMCE
VQIKKEAVPEPSTSIHTPINNATNGMRRSPRTVGGRISKPTNFIPAKPIEMERHVVRPRPVSPPPDSLPLDSGDNHMVKR
ELWMSVFRHLPQQDLCRCMSVCKTWNRWCCDKRLWNRLDLTRIAPITPSAMSGIIRRQPTSLDLGYTNISKKQLSWLVNR
LPSLKELGLAGCSWSAVSALCTITCPLLKKLDLRWCEGIRESTIQDLLSPPSDHRPGCLDEQSRLRHLTHLLLAGCDVTD
AAMVSVIKHCRQLSKLDLSYCTLLTDKSVDMITSLQSPFRDKLTDLDLTGCHKLTENSIEYLQRCKRLTKINLHSCGGIS
QAACEKLITSSLYSLCISEKKIISIKSRKRIETII                                             
>Skow_XP_002742463                                                              
MATNYAAIPRGDYSSEEEEEETEESNLEVELTNFRQQWQAELIGSSNRASTDNARTGRRSRNNSQNEDPEILEKEAKYLF
LQGVNAEKNGTLYEAIRYYRQAVQLVPDIEFKIKDYVVSIPSAASALAKNEGNEEISSPDEKLDNLSKDLQEMCISGMKH
HCESARPQTSTHISSLPVEVLMYIFRWVVSCELDMRSLEQLSLVCKGFYICARDSEIWKLAATRIWGVNCRLTKEHPSWR
SVFIHRPHLRYCGVYISKSSYIRHGEQSLDMFYRPWHTVEYYRYIRVFPDGELEMLTSPNNPHIIIPKMKSKQAKLPGLL
SGHYRIAGDKCF                                                                    
>Skow_XP_002741301                                                              
MEEGAFGGWMQQVNRTFNSELSDSQRCVVFDQLISTSGATQLRYLSTKLECLLKRDFLRLLPLELSFYLLTWLDPQSLFT
CCVVSKHWNKVVNECAVTWQNACRRLGLKINADDLQVQNGCHWKEAFVAAGNRRNQLASGRAFEFSTVYGHTARVYALYQ
KDGKIATGSDDQSVRLWDVESGRCLSVIQAHTCADVKFDENKLITASFDNTISCWDWTTGERTQHFIGHTGAVFSVDYSD
ELGLVVSGSADRTVKIWSLITGELYNTFHGHKEWVTEVLLRHCAIDSIVHSKGDYVLISMDRNEIKIWPISREVNTECLK
TLTLANNLDRSQCFQPHLQFDGLYIGCASDNGIHIWSFQTLDLIRIIPCNEFISCALLGIGSVFAILLDQYHLCITETKT
GKLVSKCQLPAYRRSKRGSSFLAGETAWLDGFSLEQEKGLVFATSMQDHSIYLVKWKDTG                    
>Skow_XP_002740717                                                              
MREMRRNRTRRRVVKSNCNVWCLPEEVLVLLVKGLPAKDLLSMRAVHSKFRNIIDTNPSIWSTVNFRGEWPSPGNHQHFE
RAAEHGNIEAIIKMGVAYLYNEGITVAEHGKADNNSSQTSKYFCQAEELSGSPFTWLFIRPPWSASGTCCKAMVFNNMKN
HCKQKDEVKQKEAVEWYQEASNQGSSYAALVAWESLQSQDFSDPGSSLHSIRQLRECAKSNCIDAKLALFKHYAKGQFGG
LCKEQVCETVFQFVLESRSTNTHRMFEFQSGLNTSMRYILVDWLVEVTGMKDFSNLTLHTAVRCIDRYLMLQPTTRANLQ
LLGISAMVICSRLLEKDIVTIREAAWLTDGTYSYEEVVRMMGEIVAVLHGQIRIPTVLDYLHLFCDLAAVDKQTECLAMF
ITEMTLLHVEFGLFTVANLAASAVFLARVLLLQDFPWPNHMVDFTFFTVDDITPCALLLFRKCFVEPSLTDHRDVTLMAV
KQRYSEENRLEVAKIEVMDYTELCNLLGARPVTECDDSLTTSTDQEQCKMDFLSPNKDRMDQSELSKDRDSMVVTPIVEL
SESCHENSISCNELGNASFDSVGTGYEGDRESEGEMEVEIEDEDWSMEIAENIERPKGISARLSQETFSAIVSVDTLKYK
HSSAETSNSDTASASFLRNDGKSKMKPPSSARAYRINSGGKLSPCKNSVLRPVQNVYAGRLRGHSKNVPHKNVSRRQKFH
NNSIENSQLHKLR                                                                   
>Skow_XP_002740625                                                              
MGVNSSRQLHGEANTNSSLSHSDLSTATIDEVAPTKSIPNGRVNHGDHFPVDRDLSMNSGIASNGHLSSGNVSSTDPPSS
TASDTGIEKRATRKKTRIKVGEKCIFDTLSDVLIVKIFSYLTTLDICKSSQVCRMWYHLSWQPLLWRQIKLQGNFINIDR
ALRVLTKRLCRQTPYVCLTVERIILSGCERLTDRGLYEISRRCPELQHLELSFCYQITNDALFEVISKCPHLDYLDISGC
PQITCIDLSLEASLHACPLHGKRIRIRYLDMTDCYALEDAGLQIIASNCIELVNLYLRRCVNISDVGVQYVATHCTALRE
LSISDCHRITDYALREVAKLNTRLRYLSVAKCEHVTDVGVRYIAKYCFKIRYLNVRGCYQITNLSMEHLARNCQRLRSLD
VGKCTAISDVGLSKVAANCMSLRRLSIKSCTSITDKGISALSKCCPDLQQLNIQECNLSLEAYRAIKRECKRCIIEHTNP
AFY                                                                             
>Skow_XP_002740408                                                              



MEIWMLPFELQLEILQYVDGVTLVQTQRVCQLWNKLVKVLGKNRDIWKKKCSEEICKEVIVELTGRESFMQLSNSIKNEG
GVIVKEDYWKCIYSEWYRGRFIGKWNYWKQQTGKYRANITCAKVSGTLLFTGLTNGEVVQWDSMTGEFIKSVCMHLSPVT
DIILRKSG                                                                        
>Skow_XP_002740282                                                              
MKLRIRLHRRTEKIDISDEEPTVRNLNDAVAVVFGLQIGSFNTSLNGRDPLIGDETKLLKDYDIVSGNLIRVLLNADAAE
AADLLHHHHHQQQQQQQQQQQQQQQHHQYNEPQQSQSTESTAEGLSDGIQKAEICSANAAVAMETEESSVADLSEPMLCR
DASSDAVPLRLHALFTETHAMNANEALCIVLNVLMLETGYCAKVHTSSNQEKEQEITSVIETENVGTSTTDESVSIDATL
AMPVDWKRPGAYRLTYTHPACEGAICTITCVPLGNIVMVHGLIDGFEGTHSQLKIKVSDYIGLLTDDTAKVYMKLPMLSR
IFKDDVAYPLLAAMRTGLSPLHGILALAAELQLKILSLLDVQSLIAVSTVCKHLCIIANDASLWRRLCLRDFGKCHQQNA
NWKRLYIAKYKEKKEMQHQRMVPHPVLPFHGVFQPYPQPMPPVYPPGFVGGDYDLDPFNSAFPENPMNPFRPRLPGFHGP
RFDPLNPLPNQPFVPGRGGGLRDSRGSGRVPNYRNPFGGGWGGGGGII                                
>Skow_XP_002740142                                                              
MAPAPSEIDVFSIPHTRIVKQLEELTDTLSATNFSNHVDWDRMLDNLRTTFTDFKFHEKIENECIMWKLKSRLKRLKIEI
AAVTNVHSDNHLTDMLDLVEDCFKRGKNKTEDDRVHFGRMLVKALREFTKDFLPHLKEEEEVFQQLLMKYFTFDELKVIK
FTVLERHSQLNSSPDEYAKYLKDTEEKPTVEDCCGEDNLLHKIPPEIILKIFGFLGPKDLCRCAMVCHSWSKLALSGKLW
QCLHPVRWIKGSWYFGLIENESNEDTEKQLDSSSSTEDLYVTIDDDADFDESEESDASDTSILSYKAMCIRKEARSLTEI
SKYLIPVVGWNVHTLVLSNSYAITNGVVYKMIISCPNLQHLNLSETNVSDVAFKGLGRNGAGGQLKYLDLSGCLKITDTT
LVRLAKALGMNPQKVEMCCVGACLPDTNQQINDCHSVVEKCVWDVEDDDDDEKDVDEVAMALPNNDEVAIESCDETLNCI
SNRREISNDYSGSSNVYDHKLNEDIANVARDNTLASWTNTDWTNSDGYETITYEQNCSSELRTTFEPPLAVTDSYENIVT
CKPDCGQYCRNRKAKYSSGDTNWDLFHQGRPLEFLGLSSCYQITDHGLRALANNGGLPNLRHLDLSGCFDVTSTGLREIA
KSSPCLDPHLFFYCDNITDGPLQESASGCQNLQCMNRVCCRSGE                                    
>Skow_XP_002740114                                                              
MAAANLPSPVYEVIFSYVDLPDLFNCALVCKSWNQFLQDENNSVWRLVCLRTLSKEALKGDILSNVLTYKGKVRSFLHSW
NANDCSRNVYVSANGFTIHRNPVAQSTDGSRGKRGFNSGRHAWEIWWEGPLGTVAVVGIATKIAPMQCHGYVALLGGDDQ
SWGWNLVDNYLIHNGDNQGNFPQCNNAPKYEVGERIRVILDMEDNYLAFERGYEFLGVAFRGLPSVNLYPSVSAVYGNTE
ITMVYLGPPLDG                                                                    
>Skow_XP_002739950                                                              
MENVNELENFRERWRNELVCRDEQMARNEEDLDDAESVLRHADVDDGDDVTKKRKIGFAKRTSNYYMAEEGDLDDCLPYY
PKTDPVVGEAVSIANDLLKGTYVKRKLSESDEHTNKDGKIDKETKKTRTLEAKGRTNANLLDTLIADLNEINEIPFFDIA
LPRELAMKIFEHFEMSDLLSCAQVSVSWRSLADDDILWCRICHRLGYLMNIHAGEKSSWKEAVRECITEDKSLRSNWKGR
IGCMSTLEYVRGGILTSAQSYQDAIIAGYTNGRVRLWNINDIESDLFVTSHETIGLEQRCRPAVDHVATNSNIAMATYDN
GDVDVWNLKDTSTPTYHFHCDENIQSVAMAADGTAIATAVGYTVGFMKFIPQNTSSSEKHIIMATDSKMMGGIYQYRISP
SWDTAMVTLHQLTSPATCLDVDDSLIACGIGSSGFQEGFTVKMFNTENGGIVQTLHGHSWDVSCLNLIDSPPYMLVTGCK
DKKVRVYDFRDGCYPVMSVRGHGGTVTAVQMDEWKVVSGGKEGMLCVWDIRMKTKLWETYARHPIRHLHFDKTTMISTHI
PEVGVNEDNDDFDIVVHKRQRGEIRVYNFLSDQTTEGLPSVCLSTYDEPEGYNYNIRLTVPYDDV               
>Skow_XP_002739745                                                              
MPPKLLKNYEHEHEITLPPELWRLVFHYFSVQELCRCCQVCVLWNELVNSLDNTVWKKRYYSYPEWRHPNWPISPTVDPK
SWKQCLKDNYMANKVWCEYWKDTDQSQCLYVFRKRRDRKTLHVGADCEFTSLKDALNNANAFDRIYLHPGTYDEQIMMLT
KLPLELVGYGKLGQVVLTASIELQAETARICNVVIKAPWFTSTIIQSTLGHIQIDNCLFEDGNIEIHAPATCHIRFSKFN
HSSIELDSLNVSLIENCEFVQSNNSAAISAWGFKFSGAEYGWVYRWLQESVQSIVSQYSIDQLKPQAGTSLLPNYQPDCK
DPNNMKSNNSSLVDLNDDAANNHYILYDSDASALSSDSDDSDQESLPDPSVHQLSYLAGQRLTQGKFHDLLRPHVQAESQ
EETKSTSSVIQNYGKIKEFLEKLRGCVVRNCKIHKCQGGGIMVSCHGNVRLYRNDIHDCSYGIRCIQVSRVSIIWNLIHH
CRTSGVFMRLSSEGVIAGNDIYANGEAGIDIRKQADPFIQNNHIRHGKRSGIVVLGGGKGNICDNDIYCNKEAGIYILYK
GIPTVRRNRICHGKAAGIAINEQGRGYITDNLISDNQWGGVDIRNGGNPVIKNNWICNGASDGVVIGLEALGTLENNVIH
GNFGHGVWIMSSSKPLLHGNQISNNNDAGIAFVAYRDNVGHHGNMDTAGNHGNELEVPEEEDDIDLSPCVKVATIEYNSI
YHNAGNGVCIKGSDVLKVEANAIHANCGTGVLIDQLPIATVINNSITCNAGSGIAITENSSIDLHGNGIYDNSKYGVVSR
GSGRVVENDIIGNQMAGIQLGRGTTKGFQVTKNRVYSGNDHGITLLSYSCGTIEDNILFSGPYSHQYVHNNSQCVVKNNQ
VIKCESDTVQELLGNDSDETATSTSTDASDSDSNKLSPWKLENPPPRPHVTSPKALPTAPSKHVTTTTRVHNPKLGTSQQ
GSKLCVIL                                                                        
>Skow_XP_002739507                                                              
MSSLKGVNPEIRKYLRKHRIPDVYECIITGLAIMNPDEPLEYIADKIREIMAMRTDPLQGLESVKWDMLIPEEMKPKEKP
VTSIYLDSLFNFDDENLQPTPEQYAKAYQHYNASLIQMCFGAWILYHQRKMRKRAELERKMANATQYYHLRLQRVNLQNW
RAWFTFRKTRQELSFNKIQKVFHTSLSRLVFEAWHNVMLDSRRTREYFERLERGELGDDDDQLGPRGEARDDVSLLPRKA
AIKIFSFCDIVDLGRCAMVCRSWKMITQTSSLWSRLDLSTVRNRVTDQTVSTLIHKCRPYLIHLNLRGCAHLKKPSFNLQ
DLNISECSGVNDDMMKDIAEGCSILLYLNISHTNIADASLRVLSRCCANLQYLSLAYCKRFSDKGLQYLSHSRGCRKLIY
LDLSGCTQITQEGYRNMSEGCSNIQSIFLNDNNTLKDECLSAVTSKCHNIRSMSLLGTPHLSDSAIKTLALNRRLQKIRM
EGNNRISDLGIKHLAKYCHDLRHVYLSDCPRLTDTALKSLSNCRNVSVLNIADCVRISDSGVRQMVEGPSGPKIRELNLT
NCVRVSDVSILRIMQKCHNLSYASFCFCEHITDAGVELLGSMPSLMSVDISGCNVTDSGLASLGNNPRLLDVTIAECYQI
TDLGIQKFAQQCRDLERLDVSHCSSLTDSAIKNLAFCCRRLVVLNLTGCQLLTDLSIQYLSGVCHYLHSLDISGCVHVSD
KSLRYLRKGCKRIKVLVMLYCRNVTKTAYLKLQGKIQSVTWNNDDPPAYFSKSQASVTRLKNPELVAGSGTGSG      
>Skow_XP_002739264                                                              
MSASSTASSSNGLRRSGRKNRGKYSVSLSEAPSTPSLPSASASRNRSNIKPQKIYCLRRKASTSIPEVETFPSKNISTTR



TNKRSKLSVGGGGEEVAVREKQPAASPEENFLQYHVPDEILLNIFSYLKEKDLCAAACVCKRWHTLGNDLTLWKNMYQTV
YEMSLPVLTSEPGKFIFVQPEKSEFQNVWKESFKQLYPGVHVKPGHAQQVYENPDSYNGRSIQYYDNIEEALSAVEGQLC
QLVLVHAGIYSCEWLYIDSPVCIIGAAFGNNPDSVIIENNKESTFVFMEGSEDAYLGFLSIRFTPDPNTQQPHHKHSCVE
VTANCWPTIDSCVIRSKSQVGSAICVSGKGAAPHIKNCIINDCENVGLFVNDHAQGTYEDCEISGNALAGIWVKNFANPV
IRRCHIHHGRDVGVFTFDNGMGYFDSCDIHHNRIAGFEVKAGANPTVVRCEIHHGQTGGIYVHENGRGEFLENKIHSNTF
AGVWVTYNSDPTIRGNEIFNGHQGGVYIFGEGRGLIENNDIHSNALAGIQIRTNSNPIIRGNRIHDGQHGGIYVHEKGRG
LIIENEVYSNTLAGVWVTTGSCPELRKNRIHSGKQVGVYFYDNGHGILEDNDIFNHMYSGVQIRTGSNPVIKKNKIWGGQ
NGGILVYNGGLGIIECNEIFDNAMAGVWIKTDSNPQLRYNKIHDGRDGGICIFNGGRGLLEFNEIFRNTQAGVLISSQSH
PTLKKNRIYDGLAAGIEITNNASASLEGNLVFNNKFAGICLATGVEPEMKDNRVYDNQNAIEKAVRSGRCLYKISSYTSY
PMHDFYRCRTCNTTDRNAICVNCIKKCHAGHDVEFITHDRFFCDCGAGTLSHQCQLAGEPTKDTDTIYDSAAPTESHTLM
VN                                                                              
>Skow_XP_002738730                                                              
MSKKRGIFGVAGPRVLYFFDGRDSWSSDDDSDSDFEVTPGEAEKLDIKIHKKRIKKCKERINGVAEKDVYGKSKLKKMNK
EWTSSVSTKKGHGSRICLQNLPPEVLVHIFKFVVKDDNVLPTLCRFSKMCQNFYVAASHPSLWKKVDLSFGWIKSSLDTL
KWLVKHRLTQVEELNLGSWDQLKDEGIQIVTESCPTLTSLILFRCKKLTYRSLTLIADNCTKLSALDLSFASGNVLNPPT
LRYFIEKRGANLESLTLSGNKLGSFQKTLSSLKDHCPNLRSLDISGCSFFENQNNMTFPIEDLQIAWPKLQILRLNCIEC
RVPPTTLERQAMSPGFPELEELSLASRVNLQAYNSYGANDEFLSRLLKTSHKLKYLDIRNCRRLSKNALENIPAGNLQHL
FMSRCTISEHGGLCRTIEKWQHSLVQLDISWIRDPSMEMEQAMTELAKHGDQSTLSIIDLSGSPVEMNSVRLLLQGCPSL
NRVDLSSCRSISRGFKRLYEGKELDELRDNIS                                                
>Skow_XP_002738248                                                              
MQSLLDSYFNKASASRSADKMSAPSKLGVDEPNPKKRKLEMSATECMRRSESVEGTYSLTNPLTLSKSAVDTNKGLYPRS
DRKSSKRDAKRSQFCSSTQFSKAKKQTSLLSATSWSSLSQPTKSSNATISNPLPSTPTKQYPHTVTRPTLKTCSSVQTFN
VKDAMALNASSKQPIISKKVNASSSSSTLHFTSSQFQQTSNASRKTGHMPVTMHRQYQSPQKTPSTTQPLIHTKVSPKAW
SPTSEVYITPPKPARPTNACLSSPKSWSYGDIDSKVSPGTAIKQKSVVKSMTSLFNEMPVLSTDTRKTAVTNESNGNEVD
INLIAFENDTELDDIFASQPDTFGLLGEGSKAEEDEEEDFNYFYNAKYEIPDEVVENIFSQLPMIDLCLNVNLVCQKWND
IIVNSKFIPWKKKYHKLKLKDPETYDEIMEMMRSNHMMSYNDCILQIVRYLAGFTRRSNAFMVDHLRKHPQFDFAMEVLH
EKLPDTITHGYPSPWSLIGMLVILSEKVKDIQQILHGLLHNTTTTLAMDLIECLYCIATFLFALHGIHNINRGIHYRVFY
ALYLHENAKISTPSDWNESVGMGTNGQQSLLRYGTGFHGKVRLTHEQTRIVKYDCIKNDIVKIMAFAGTGKTTTLIEYTK
RRPNQSFLYVCYNKSVQEQAQGVFPHNVTCKTIHSLAFQQCGRRFSKQLVPDIKTYYVTQNLPTKRSNFTRGKYVKEALD
SFLASADEFISTAHVAETFMDANGLIQELSHKERMDIVEDTEYIWDKFCDATDLKIRMTHDGYLKLFQLSKPNLGQFDCI
LIDEGQDCTPATQSILFSQDCPKILVGDPHQQIYSFKGARNAMREAPASCIFYLTQSFRFGPQIGYIAACLLENFKKVDT
KTIVGNDSEDGVYGDKVGQVAVVTRYNYTLFNEAVAIAYNSTNHRMAFAGGMKYLEDLLSSIEDIYTLFGGYSAKPREIK
NKFIKKFKFFSKLKEYATKVQDHELLYKIKIVELHHIKIPDHCEKIRSKASSNMKLAGDDPSRMNSFAFIMTPGVVERRL
SMNNCLNQWFVDIVLTTAHKSKGLEFDTVKLTDDYLMLNDGETFINLPEDELNLMYVAVTRAKKRLLMNKALYTALSQIE
ENFVFAAPSKKLVCEAEGVKCYHKYCFHVPVTTSTVVLHRNKIILSSGHELNAGVACDDHLCIPPGFATLLKPSDENEKR
KTE                                                                             
>Skow_XP_002738009                                                              
MATLARPVYDLQINLLPEEIVERILSYLSPYDQLKQGSLVCKLWHRLIQGVIRQKYYSFQHAVQSGSLQWSSSEPNDTPL
TARYSHSACYLDRAMYVFGGCSSASTAFNDMWKMDLGTGEWSRVLATGMYPSPKACASMVSYKDTLLLFGGWAPPVPYPL
HQAPRLFNELHMYIPSENKWCAIVTTPTPPPVASHAASVVEDKMIIFGGLCGHQRSNDVWILDIQVMLWELVQIDGIRPR
PRFGHSQVVVNDRCLLILGGCGGANMMFNDAWVLRMDTVPWMWQEVDILNEDFAAPQLWCHPACKIGERVVVFSKSMKNR
SSIPTIPLKPQHQRSHTGNNFVLRANAYRHHSSPPRANAANHDFRRQHSPQRVNMPSDGRESPVHTRHGSLRRRPVVRTF
SDPENNLLDWEMPSRTVANSESRDFSPQRTLSRRCSLGSTPVEGASASGSSNSFSRCVSSSSSSSFGSPARTRIFKLRHL
RSRSDAMDNTARSFSDSVLRPPRGRYEDRDSNNGSPTRSLTVADAAAAAAATLNSLGACSFRNELPDNDRFDSRSNSGRS
SPSLQLNGAVGGIPENGHTSPSHRSGSPGHRQSTQTFGSPCRKNFRTNSGTKFNAWPRNTMQMYVLDISNVANNRYIAWQ
PVRTPLSSPSDSSNCQVVRSNRSSQPGSPLHQQIPGSSAGPVRLSNNQPITTAVTNQHGPPPETSLYSLVVGRGELVMFG
GMLDDVTKITPDSKATATNAVYFAF                                                       
>Skow_XP_002737129                                                              
MNSFCGSRRRQSSQLSAYFDFCNFAQQSDRVCKIGLNMKLYLLDLPDDILFEVISYFDIACLGRVTLVCRKLYRLCQQDI
VWRRLSRHLVNIGKDEHLNQRIGNLSIKERCRIALNWKNGRCRDKCLMKFGIK                           
>Skow_XP_002736974                                                              
MAWSAQQKKLEAKSKGIESMNSTRFSAWTPMNHPKANEKVFEERRDLVGKWYDKWGDSQRKRVLQDIILKSSKSQLEFCM
KVTGQVLPIDSQDFSGTLPRCLAIYIFTFLDPRSLCRCAQVSWYWKYLTELDQVWMPKCLKLGWYLTFSPSPYETGIWKR
LYLENVREINLLGPKKKSRSPQAGGSHMTNGHTTMNGKEKRVEFERTTKKPPRGKTKTGPPLELPPWRGSDPVVKDTVRY
NYLDNDDEVLKSRNQRILKGNSTSDLTDGIDDTQKKKFSSTLTNYKLKKANSASNINQKNQRPGWAQHQDGDPFVNMSLN
FDISSSMKRPSPVQKTSTPTQSHTTKRDITSTKQFQSQPWRQVDTYFSDDD                             
>Skow_XP_002736552                                                              
MGGDSVCGGDSVCGGDSVCGGDGVCGGDGVCGGDGLKQYRDFIALLPECLALKILHNLNPRELLVVCRVSRTWNRIASSD
QLWKEKCSQVEIEVPVTANMKWKTVYKDNMYLKLNWELGHFKEVDVKGHTGKVLSITFDGRRMASGSKDTTIKIWDAKSG
NLIQTLKGHSKGVWCLRFFTRNLLISGSYDCTIKVWNLRKGSCVRTLFGHEGAVWAIVRKQNLLASASQDRTAKLWDISR
CQLLHTLRGHTQAVFCIDMDDDCKIVLTGSADRSIRVWSVETGRHTRVIWASQTTSIMALSYHKGYFACAVGEVLSLWKL
GEPAASCVRTFQEHEKRIETLELKMAEPEKPEGIIVSAGQDGMVKYWDINKEKSLHTLSGHSSQVNAIHFDETKIVSASY



DNKCKVWDFNI                                                                     
>Skow_XP_002736371                                                              
MTSSRKVDINVSSAEDLESLIGVGRAKAEAIIEARKAFGSFSSIEDLTKVPGIGSSVIDQNRSQLCCSTISTHNNSNNTA
ASAAAAATSSSNSNMNVNTPPASTSSGRTVHNPKNCSTCSHAHMTRRSTVTATTAHIPTLKRPFINNDDDDDDDDDSSSS
SSSSSSSSSSSSSAQSPRPSRIPVPVPSTPRSMKRKSDLVTDSKIGSPGKKLCRTETLNNSSLLTVYSHHHNYGTVKTSE
CQVPRRRLSSRVNPPPPDLNEWLKTFQSWSASQRLMALDELINRCDPSQVRHVMSIIEPQFQRDFISLLPRELALYVLSF
LEPRDLLRAAQTCQYWRILCEDNLLWREKCKEAGIEEVNGKQTRRRSNSGMPRSPWKSAFMRQHQIEYNWRFGDIKTAKV
LKGHDDHVITCLQFCGQRIVSGSDDNTLKVWSATTGKCLRTLVGHTGGVWSSQMSNNIIISGSTDRTLKVWNADTGQCIH
TLYGHTSTVRCMCLHGNKVVSGSRDATLRVWDIDTGQCLHVLMGHVAAVRCVQYDGRRVVSGAYDYMVKVWNPETEECLH
TLQGHTNRVYSLQFDGVHVVSGSLDTSIRVWDVESGECKHTLMGHQSLTSGMELKDNILVSGNADSTVKIWDIQSGQCLQ
TLQGPNKHQSAVTCLQFNKKFVITSSDDGTVKIWDLNTGEFIRNLVTLESGGSGGVVWRIRASQTKLVCAVGSRNGTEET
KLLVLDFDVDEKRL                                                                  
>Skow_XP_002736348                                                              
MTFPTFTCRNQLNVNGLHKNSTCTSFVMENSNLSRIPEKRYSDFDDQEKEKSHKCMKFDQNERNRNQNNASMYDMTKCTE
TQEGGELVKSGNLNLQKQIPSSSGSVISCMCGKAPKTTCNLHAEDRQSDRYVQYTELEKLHVDVGGLNNCGNKNTIQRKN
KTFHINDLPRFLFLHMLTNFTVPQLLNCVSLVCKYWYELCYDSSLWRVINLEDYKMLPDKALLKLTNISDNVIYLNVSDC
RKVTDNGVVAMARQCPNLQELVAIRCTQLTVLSYSAIGEYCHKLHCINVSGNKTFSNECLKKIAMGCPDLTEIRLNSCIN
VDDDGIETLAHFCRKLKVVQLLENRKVTDACLPSLTTKCKLLEILCLHACSVTSKGVMEVAKCNNLTNLDISALSNVNTK
TIKFVVQQCKQLTTLNMCLTKQVDDECINSIVKSAKKLRELFLVSCSVTDEALISIGKHSHSITHVDVGWCHGITDRGVR
EISSTCTQLKYLGLTRCDQVQHSTVENLVKQSPHIHYSTFLLDSKRLLDEAKKKGFVFNSGNEDSQ              
>Skow_XP_002736279                                                              
MSVVLVSSAANDSEDRVSLLDLPDDTILCILSYMDYTDLCRLGCLNCRLNKLVKYGGLWKRLCNTIWLDSLQVYSDVSWY
DNFKHWFADWSRYVKCYVDIKTAWNTLEDFTKKYCPEIYAYLKDPVTESELDQCERDMGCKLPIDLRCSFRIHNGQINEL
KGLMGSVELGTYHYSRTELLLDLKSAIAGFNSAESGCLFPLTFCPFHGTSQYMVLKSQHSMVSGTVIYPCEDPAALYKDY
FISAGTFTEWLCSFAKKLQQNKYRARDGVIYRYYHDDNCVAVTNHIKVTVATCMMPELSSINPPKYIFAYHITMVMDEQA
PSSDSCQLQHRHWEVVDGQGRIEIVDGEGVVGAFPILRPGTSYSWVSITHFATPTGYMSGYFTMEKLNSGEMFDVTCPMF
TMKSLEISTSKEIQCED                                                               
>Skow_XP_002736196                                                              
MENFSWSRLPDHILIQFFSYIPLVERWKVALVCKSWQTCFDHPRLWRYFKFRFMEPKDKVKLRCLDKYKNVLKSVVIELQ
QKEKENRDCACEVITRLARCKERKLQNITLNFVGQNPMFFRGGEFINALAELFGPPDPSCSMVFTLKEVDLSGMSVVYSD
ILFNLLADNHPNLEVLNILNTSLNCNTCTVKPYCILSVVKKCTKLRELGLFYCSISEEVLLELAEEGRASLQKLSVMCRR
EEKYGVDIPDSAWETLTKQNPNLKVYIAFDHTCPLHKIQAILQPHIPIKVLRLDTFTVLHNEVFQAAAYYSSTLEEVVVQ
GKPSADLNRALINLAVSSPNLRSLHCYCVLDKDTVDSILNGCPRLETYTLKTHVENHPWMPILVGRQVTTNLNNMWLK  
>Skow_XP_002736195                                                              
MENFSWSRLPDHILAKFFSYIPLVERWKVALVCKSWQTCFDHPNLWQYFKFTFMEPKDKVKLRCLDKYENVLKSVVIEVQ
ENKKKNRDCACEVITRLARCKKRKLQNIKLNFIGQKILFIRGSSDFINALADLFGSPDPNCSLLKEVDLSGISIVYMDDL
LNLLADNHPDLEVLNILNNTRTCTVEPHCTLNVVKKCTKLRELGLFYCSISEEVLLELAEVGRASLQKLSVMWREWKYDI
DIPDSAWETLTKRNPNLKVHIAVDPTCPLHMIQAILQPHIPIKVLRLDTYTVLHNEVSQAAANYSSTLEEVVVKCIPSVE
LNQALIKLAASSPNLRLLHCYCILEKVTVETILNSCPRLETYILKVQKQKEPWMPVQVGKK                   
>Skow_XP_002735244                                                              
MPGELNIACLFPEILAMIFSYLNVQDKGRAAQVCRKWRDAAYHRSVWKGVEAKLHLRRANPSLFPSLVNRGIRRVQILSL
KRSLSSVVQGMHNLQSLNLSGCYNLTDVGLAHAFVREMPSLTVLNLSLCKQITDSSLGRIAQYLRNLEHLDLGGCCNITN
TGLLLIAWGLTKLRYLNLRSCRHVSDSGIAHLAGLTKNDAGGTLFLQHLVLQDCQKLTDLALLNAARGLVKLESLNLSFC
GGITDSGMVHLSRMPSLKELNLRSCDNISDIGIAHLAEGGAYLRTLDVSFCDKVGDASLTHIAQGMYSLMSISLSSCPIT
DDGMARLVRTLRDLKTLNIGQCSRITDEGLGLIATNLRKLSCIDLYGCTKITTVGLEKIMQLPCLSVLNLGLWHKR    
>Skow_XP_002735120                                                              
MADHLPVEVISHMMKFLSLPDRKEAALVSRSWYEAAMDPALQRDVIITFQTPSMAEEPIAGFGRRKSPNLLLNNIDGSSN
SKFTIQKACQYMGHNLQMLSLKGSDITEGAFMSIVPYCHNLTSLDLSSCNSLFMSGKFLGESQDLESVKAALVHVTDLNL
SAIRYLSDSLFNRVMSCVPNVQKLSLASCHLTFEFDPYKGKQGDSGTGCNSKTILTFSNVLSLLHLRSNKLKSLDFSRTS
ITNKGIRSLVDIPGLELRELILKSCREMTDDGVLMVSKKQPSLENLDISLCQDLRDGAVSAIRLHLQNLQKLNIYKCRYV
TDRSVHKLCSSFPSLTHFNVSDCYQLTSKGLVSALCSTGTSSLVSLNLNCCSLVQDDLIIEMAKVMKHLKELDLGSCVHI
TDVSVNVIARFRELRKLNLSMCTQVTDESLKCISVNNSSLEELFLSQCQKITDVGIATIAKNLFRLALLDMSSCDLVTNE
SLKTLGFHCNQLKHLDVSMCDKITLEGVYRLTQKLTSLVVQARYVGGGGNDFNLYAH                       
>Skow_XP_002734006                                                              
MDDMSVLLELPYRCPRCGETRRFPSLSALKSHLEFEHTYPAPDIFSPNSSFGMPRTHKSAFRPWEKFSAEAKELERQLAH
AKESERRHKRDRDLYSPAHTIDDFRRSSLDDSLRPSSRRSLHERRRSEELYDSYPKNDRHAENKYLDEIERLRSELKSKD
KALDTAHEELQKLTLEKRKLQNDVLILNRQIDDSVQHLANTKQRLDEKEKELKERERANEFMNSFLKATAEKEASAKEQL
KSYIESLADRAEKAESEVMTFKSPLSTLNRTSNLSRASSVNRNLPDLQRTSPVSILKSNSTANRPQSAPNPETHIPYRPI
TAQSLPATSLPNRRHTVGITPQQFQSMRPQLQFAPNTNAVQTAPQYATTTTNRRHTVGITPQHVHGIFQQPSYPITAVHS
TPDLHSISAPTNHQQMLQLLHHPTSSSRTSKHNRKNIHYADSGISSNGSSHNSWDIAGMPRRGYFLSQKSEMQPSHANQN
GYTPGKVQALESVDPYAHSVSPVQNGMSPPPNLYMNGFMDPDVEDDIGLDMMEEAYNEISRKKAQLNAKQKLMKNERDRL
QRLNGYQDDKDDIVTSDTITMTTDEDSDMDDAASQGELPQDLVKQKEQAFNSDRRKRYRSALFCIFSYLETKTLLKVGLV



SRDWLQVSRHPALWKKVKLSNHRISSKFLQTISKWCTETVYLSLEGLRGRKMRANETTQDYLNSTRGCLESGLEYLIKAS
EHMLITLRIADCSNILTDRALWLCSCHCKTLQNIMYISEFDPVGHEVIWALGAGCRNVVSLQIPPMHPCQKPHKFNNRCM
QMVGRCWPLLRALSIGGIDVDEKGLVSITKNCARLQLLEMDHMLEITEEIAISMCRNGLRAIERLIFTATPVTPKALLQF
NSSCPQLIALTINIGISDYFADTKKPSNIETYNTIIGKLQSSGLYYTKHNPWFSSSKFWDLV                  
>Skow_XP_002733537                                                              
MGQSLKKANLNHRRHHYTLVTDRHRSIFEEFECRFPDICDLPPELALIVLSNLNATELCLAACVNQFWASLAKDEMLWEG
LCRATWGCVSAYRKHHGNSFSFRKLYLDLDEGTLTFNADPELGMQYLLNKEIVDNNALSIAQFIHTTNRLDRKQVRIFVD
NRRDVLDELINLHNYANKFLANALRLFFSNIDAPSQRSNELQTLIEKFASRFIDCNPSCGLTAETIYVLCYSLILLSVDL
TSPHVKNKMSKREFIRNVRRAAVHVDDEFSGHLYDNIYLVGHIAPQRW                                
>Skow_XP_002733404                                                              
MASLIKDGVLLELTGQAPSPSKDYHQLLITRKEVIHRWWRISLRNDAKKVAPGELRETLEDFIYDDTLQAEIKRIFSESW
CEYAKNLCQGNIDYIVRMPKPIQILMASYLELEDVASLAQTCKTFREVCNSDALWERIYEDNCDTVTEEVRSLAQDVGWK
ELFFLNKLQLQVKLRRKRGKGQVSKGNGDTVFLTSK                                            
>Skow_XP_002733384                                                              
MATILSLPPELLTYLLSFLPGVDLPRAASVCKQFNESVAVDLVWQKRCNVEYGVDKLEGWRKPTFRDMYAKILHPYGYLL
GLWQPEIGPYGGLVYIEVVYGSILATLYQPPCDPNVTAPLRKKACFSITLTEDGRTELRCLKGPKGPHKCVITSDDMKES
FCAKCCKPDKHRHEGGRTEELQAWLEEELGNSEEFLHDHIQELLLMKFMIKSQYETVCLYKRIHLPEPMHNVPIQPGLFK
GTYGSHGVEVVNLTYQDMQILGTKVTGDPNVPACQLSIEADLSEPLRLSLEQQQTLAILELVDKEDVIVRDQGLGEEQPF
KLPHGVSDRGMNHIQDRIHKTITTCRARYFGTGLIASHGFMNSSRTPGHLIVFSEDVFGFLWLELRSLSIYSRVHEKFV 
>Skow_XP_002732934                                                              
MAGPNTTDWSRLPSVVIVEIFSFLSHKDRIHASSICSRWRQCIFHPSLWKKLEFNLENDYEYGRANFLSSRCGNFVGDFT
LEWPDYLLENKKALAVLQNLRRNRRLQKLCLLACNSDFDDETLGGFIDIIEEILLNSKKLSCLSLGYIPELCDSEVLDRI
GDNCSTSLHTLHLASLLPDEAMHNIQPYSLRVFKNLQILSLNYDDLSNDMLSVLTQPDRTKLQHLLILADGLGSHKSAVS
NVMWQGLVTHSPNVKVTLTLLSIPLTEILDILRPSLPLHTVRILYSGSIPRSAIDFLGTYNNKTLEAVYLHEQVESDEMP
YLLFPDVEGVEDPLVMLAWRCDQLSCLSIIGYEIMDDNLIAIARLRGPKLKKLEVLADYIVDQSTGENVVAEEVVMQISQ
SLGKSWLPLESVEEPTFPAILKSDLQIFTE                                                  
>Skow_XP_002732901                                                              
MADQEALDGRPTFLDLPVEISEYILSFCDIETLSTICKSSKRLRDLADSEIVWKVKWQQVKSEFGLNFDVNVQSHRYKDL
CRRAILCLAPPKHENNTFYCDCNSKQVDDIIAYDIGAGTSWICWVGRFDKRGCPTKVAHLRKRGTEINELNVYLTSIGHP
RVSHSYVVGKDAKILSAMYPHLYKSDFFPVYCEESFRRDCKSHSLPDVLKSRASTGNANPDPDSDGDSIRRKSMNGFLDS
ETNTTSDYDYSACTCNGASSMDSSGKQTTLPTNSALSHEAESNTFELHHPIINGNINRVANIELIIRHLFRQLTFGTHHY
YHLHNTPIVVLEPPNLSEEARSELLQMMFEKLKIPRLCLQNKALSLSTCLGLDMYLVIDSGSHCTAVTPIIDCKVQRHAV
QFKPIGGYDVSYLLADFITDSGRIDKVLVDSLDSRCVKEVCYIAYDPVRERKKCHSPRTIIVQKPGSLKALKEAHKVDLG
TERFLACEDMYLRLDLPSMINSAIQACHPSTHKLLLSRLILTGGNTQLTGFANRIYKDLREIVPNYADSIYFVQPNSNAL
SRALNAWTVHYKAAPLATCKWTSREDYILHGVDAINCKDRGLCDKTADPCQYQS                          
>Skow_XP_002732398                                                              
MDQFLPLAIRDTRENAVRPAQGLRFGNFSGAIALPSVGPSHNAGQHAKEYFNNLQIYRKICEWFDSWMPWQKRLLLCGLT
DRCSNNQLEYLSTALEPVFHRDYLTAVRGRYPTTPFKKTREDATVVNKKESVKPTKVKRERRQTATSQSERHRRLEKLVD
GYVDNILKDAVEAVVSQESLKSQEEYFFFDQTEKFAKQFVDKVIATAVESVKELREQEASSTVSEKTVLRPPKSGTQTKT
PSQLGEIGVVSSRPPSQSLRSHSRQSSRPVSHQSPRPFSRLLPFSCQSPRPPSELKKSQLDSYITQVSRENTLGNFPRPT
SSEDTQQKTPEKVSRNILSRSEECKTMPSRLLGNRFEKTRHWSFDGGKPDNQLFSEQGKSPLDTLLYGDVDEQFNPFTKT
TLHHRSSLVATPLSIFRQSPTYQHHHRSNINSANNLHASDFFDQQKIKKLGLMHGALRSGQIKKPNGIQDIHLPFQKTFK
NKRWWGGKVPDGKHLIRAQNSQLKQYFKAQLNQVWEWMFEWEDHERGDLLVEVIKLCDEELIKFFAQCLLQRLRDRNSID
SVPDKIMLKVFTYLSPPEISIVSQVCRRWRYITAQDELWLVKCEEMGAREGVEDVAKLVQEFKRDYSIDWRLAYQELLQV
TYHAKHSYRYLDQNGATNQYDDHGAVAGMQYNDYGPNNHGYGGELSETRRPKKLLGFRLEDVALKPASSALSTISSDVDI
PLQQVIHVSASISREASEGRYVTDMQALPQTANNDSSDSETEIFMDEDSPFPQHLASQASHRTLYSRRTTIYSDRRTSTR
ERKSRASTHRKSLQSPKSPDRVEEILPDIPSEEKLIDSKPATRQNKRLRSKIKDEDEEDMALDIRPELYQAVDLLGKSMS
NQRLEWRKEDGRTIKHTKFAGLVKGVKRVRKLQGHMDAVHCLAFDNRRIISGSLDRTIRVWDIRSGRSIRKMYGHKGGVL
CIQFDTERIISGSWDMTIMVWDIIKFNRLAVLTGHKGSVSDIKFNSKILVSASHDTTVRVWSLENYSCTNVLEGHTDAVT
CISFDGTIVVSGSTDRTIRVTNVFTGECLITLTGHKQPITALEVQGDLVLSGTFNGNVFFWNIETGENEAGVKLHESSIN
KIHFLPMGPSGTRFMTASHDSIVKEWDLNTMTCVRQLHGHKGPVRDVKISEDHLVSCSDDGNLRIWDLMTPLLKPPDDSH
GKTIPMHTIKQGEN                                                                  
>Skow_XP_002731956                                                              
MDTSDYELDDEYGELPPVLKDGKEVSVRKSEVYEWDEEEYVFDERYLPYYSIIEALSLENIFEVLSHLEWYELCTMSQTC
TAFHDICNSPSLWQHMKKLNFTKCKNPNETDVFHIAQRCPKAVLAITAKCTGIQRFKVSYSNKIQKSSILDLVSSHVDLQ
ELYIKKCSGVSFLNLEHQTTLNAKFQHLKSISLIECFMDHDNFVTMATSCPTVEDLDLSKSHIDFLSIGPNQAGADVVKA
DFKQLKSLALNTCTDLTKVEVYQNVKLEKISMNNCMRLASLKLQCENVADVSVSGCYALEWLDITSTKLSEMILSYLPGL
QNIKLECNNLAKLDLSHSTCIIFQCLLESISLSNIRSLNIIGCIQFNPDDISDKLLPKLTCLHELLCGGHSWSHSSYNNN
NIKRLSIRDAVNLWTLEMNCSSVEKLEIDNCACMMESELFETLSYGKRVERKRRSSRNDDTVVTIGGVPNVQHLTLSRLG
NLNGKNLSIMRNNLIKLQVIELVKCDFVKIVELTDWPELCDVRVIGSPRLSTFTVSGCPQVSNINLMWCGAVDSFHITAN
KLQTLNTAGCVFKDFHLQSTSLEILNVAELYTLPSAMVNLCCPNLKSLSLNLQLSAMRKLKDIKLDEKCQLSVLFLNNLP
KLAGSVRDSVLSQCSGSLKELEIRGLPRDCSLGIHAAYLVSLTLNNCRNLTHLDIICPGLKYLRIQGCPSLTSMMFSVDE



LTSLDTAHSSQLVSLKTLHLCSNDVKFLARMLAIYCPNLQELILSGHRTTMNRILSAGHSLPHLHTVRLHNCEFDVELRK
HNPGPLVIDVDKLHRSESSDDSLLHNTLSVYFT                                               
>Skow_XP_002730688                                                              
MTTKTRTPRSAMDPLASLREPTFPTERTAQSVKKTHDPSSLTSDNFKTHKMKNYMSTWTPILHKPSNDQFDLWTDSQRKR
FLGYIFQHCKKSQLLFVQEWFANKVPLSKSDFTVVLPKILALYVFSFLDPRSLSRASMVCWHWKFLTEQDELWMPKCVKF
GWFLPYSPDKNEYGAWKRHYIACLQTLDVVQPSKGNSFYGTLSDGLGVSGEGKKKKKRTVPTDDRPPWLNNDPKPNDLEN
SHRAMMSSVNPNDPALPTSAYLYAGRFGINQKGRPSQKLSKSWSGGLTELEYGIETNERRQKHRAVTSGEDIYGKTKGTL
SHSIAMEAYRDTGVAMEQPWETPQKRPVSRRLSSCTFPIGFNSDSNKCSDSGNTKEFQIVLDAVLFGVIPIVYEFEGTTL
ESLLERLESVLAGRHARSIGLFVDGSPGEVKLVQYFKTNLKTLENDEIRKFWETLCCHVLPAGVGGHVDIFLPLAASESG
MELLLQLGILTGLQFSSPTAIVGSTYAHLDSEWLFSPDGITPPALYFNADQLKAWINTANLVQEAINVTKRRVKSYFEKE
QKDLAAKVTGEIVFDALSLRNIKKTKEITPILTQAIEAMAEEENVKPIDFIANYLKEVSDGGKPKSTLGNTKEDPLYTPR
PEKKRTIQTNKKKKPVMMNGIQLGSDNESEDSIEESIEDEIETEDDLVIDADKYEEKPKQKQVEKLDLEEKNTYKEYQTM
DKSGFVKLSTAQLADHPDKRTSIVFEILGSEVNYKRSLTIVKDVYVLPLKAALKSNKAIISTPNLQTIFTDIMNVLGLTR
EIVHDLTDRLEDWGPHQCLADIFVKFSSKLKVYTNFLNNYAVTLSTIDKCKEQHPRFRAFLRRYDRKPDTKMLTLQELFL
PPTRRIAEYVSLLLALERYTPIDHADRQDISTAIMKFTELQKYIDGCKLRAERERKLIQLQKIILNCPVLLEANRYLIKH
DNVAHLVAQADNIKSEYKMYQHIEDLGLFLFNDALVVTIRTIKHFPYERSVEEKFKFYASIGLIRLKIDDLPDTKYIRHG
FALTTPKRNMICSADSYEDKLCFITAVEKAIQTAVESD                                          
>Skow_XP_002730498                                                              
MPKSFEDKSKTVLTTFESCNRDQQNEILIRLLLKCQLRFLYAELKPLLAVDFVAYLPRELTERIFYYLSPSDLCKIACCN
KLWRERSNHDPIWQNLCISKGWSSYGSDLMIERPFSPNAGTTATSPRYIAPDTPSNLTPVCKWKDVYMRAHHLDNNWITG
KYTVIPVLKGHKEQVTALDSNHKVIVSGSADGTVRVWDIFTYQCLHIFQDHTDSVTCLQIKDNIVVSGCADSILRVYDVK
TGRLLDTLMGHNRGVDSVCFDGKTIVSASSDKTIRVWLYHSGKCVHILRGHQDDIEFLTMYKNMAVSTSWDSTLKLWHLR
RGICVHTLQGHSEVVYCCQFDDNIIVSGGGDGLIKIWDTESGYCRQTLAGHTGEVYCLQYNSEVIASGSSDSTVRLWNLQ
GICLNVMREHIGVVRCLCIWGPRIITGGDRKKIVVWDAKTGRKLNVAHRNPSLLHKLWVNDTRLITASPESPGSITVLSY
W                                                                               
>Dmel_FBpp0071681                                                               
MDASRYKVDGENDNCGATLAAVNLNVLPDEILEFIFTYLPPYGDLEHCSLVCKRWHAIVKNLVRRSRHNLEKGLIDFRLR
WEVFSQQTVNGGAGALLSFIAGRFAHSAVRQDNSMYVFGGGSSSDTTFNDLWRFDLTHMRWARPVATGTYPSPKGSASMV
AWRNQLILFGGWRYPSLHPPYQPWCLFDELHYYDLGKNRWLLRSSLSSPPPMAGHSATVHGDRMVVFGGYQIKDDFNVNS
NDTWVLDLPEQRWWQPLFVGNTRPSPRYGQIQVELGRNHLLIVGGCGGANRVYTDAWLLDMTRDVWSWKSIAVRNKRFGA
VHMWCNPGCKVNNYLVVVGPSPNMPQDFQMMKQSRVPVVGGRGPPPPNPLQNVPPRGYRIPVPDRRLGGGGLGGPGQNRG
GNIRPGVGGAAAALGPQEQYLANRRAILNQHMQQAQQFLHNSNVNNNNNNYQPRSGRLSDLHAPPAAAAAASPPSPPVRP
NAPPSPADGDVDAAQRLQRNLALRCRDNEPRLPKRFDELYEDPFRMAAFNVPTRSRSASRDHNERIRRMEEKMNAIRNSR
RSAPAAAQVEPQPLRAPSPKRLRCNVQSLFVCDISGILDSSEPALEWVEYKNFGVLKGAPDRLILSSLIAGNGELILFGG
VHKETLTDITHHVSNSIHFLSVPRDII                                                     
>Dmel_FBpp0071835                                                               
MATNTELLPFHHQTIAVLNNLNSHCGGSGSNGAATSGGAAIGGAGAGGAPSWAMDELYQQTELPGLTRTGATTTHHHLLR
FTPYALHHRPPHHQLQTLPPALYLQHAAAAAAAAAAAAAHAQHHHHHHHHLPHRPASPESPPPVEGTHISNLFPELLEQI
FEHLPVRDLGRAAQVCTAWRDAAYAKSVWKGVEAKLHLKRSSPSLFNCLVKRGIKKVQILSLRRSLKDLVLGVPALTSLN
LSGCFNVADMNLGHAFSVDLPNLKTLDLSLCKQITDTSLGRIAQHLRNLETLELGGCCNITNTGLLLIAWGLKKLKHLNL
RSCWHISDQGIGHLAGFSRETAEGNLQLEYLGLQDCQRLSDEALGHIAQGLTSLKSINLSFCVSVTDSGLKHLARMPKLE
QLNLRSCDNISDIGMAYLTEGGSGINSLDVSFCDKISDQALTHIAQGLYRLRSLSLNQCQITDHGMLKIAKALHELENLN
IGQCSRITDKGLQTLAEDLTNLKTIDLYGCTQLSSKGIDIIMKLPKLQKLNLGLWLVR                      
>Dmel_FBpp0073041                                                               
MSDTKSEIEGFIAIPTTSGEQQQQQPQQQQNEQQVVGTKDIKAPDQVGKKQRPRLIQEKSTQETNPLILEHATLEWVPQH
MDKLLNQYQECRKMPAAEWLHLLTYLVALECGFVEEETFAQKRHLIQPVPSFSSFHAQNVRILSEQPARYEVCFNDTVYI
MRLRTLLDKHAPEETSLVAALQCRLMAVSLGDQLMITLSPAPPSKEPGYSVSLSIGRYVLNIQAKNKPIYHRFRKLDELS
YQLKQHLFQPMRSQQLMQMEMKLQPSLLGLPDELYFEIFRYLDKSQLNVVARVNRHLHFYSKEVERKRLKGGRS      
>Dmel_FBpp0073101                                                               
MERGCPAASSESVTSAGERTQSAVTSSTSTWVKSQASTSRKTEASEESGLGAVDAEVGAGREAFVSMSTLREDVEDVCVS
SNSQHGFAVVLDDESSTFEISSSNSLPTSAGAASTVGVVAVDDSSSTDTLNGGHPDLGHPASSEHSRQGFFNEDNEDPPV
VCLINDDDDDEEPEPEEDDEEELIEDEDEDAVDIVTGAISCPNTSQLALADGTIMAADGSKIFLETPVVEEAQPHPGQVV
TTGSQSELTGKPKRLSDEFLLGEEDQAENLALGRCIKSEPVNPVDDNPSEGDDGATCFSLHDRLMSVRLKQMSLTANTVS
NPSPAASANAAAPEEASTSNSSSTSSSALSRADIESMDLIERRDFETEQRLTGGIILRTSSMVSQNKLNLSLIKSMAGGS
KAANGSGTANSDDWPSSSNGRTVSSDSKYTYKDLSTTPTSSRKYTNSRLSKSTAKLNLGSSLGASSCSQHRSGSSSTSKS
MESSTSCTGAARTDVYTNTNSNDYPSLAPTTSGSSTSGGSCQQDQEENVSASVSYSSVGSQTSQESGCSRTTAINPTAAC
STGSACLGDSQASTSASTSSGAGASNRCQYATTSTTKAARQVNASAQTQERFLTRSNPPAASGAGSVGANPTASVRQRRN
GSSDVVHLEVVVEEGAGGGDGGVVEPGDFSAEEPWANCDEENNCSDLEEICTCQNGNGSSYGGSNASLSETFDMDAMDPD
EPISLSLSSASAGFTEYSLTNPSSLMSHQRKRKFNEGRLLDGGDYSVTISSSGEVGGPGSGVSDNCRKRIAYDFASTPRS
SQHLGPTAVLSVTPSSHLTSSTPGSALGRRTPRSVPSRDNPPPELQHWLAQFQRWSHVERLLALDRLIDHCDPSQVRHMM
KVIEPQFQRDFISLLPRELALFVLSYLEPKDLLRAAQTCRSWRFLCDDNLLWKEKCRKAQILAEPRSDRPKRGRDGNMPP
IASPWKAAYMRQHIIEMNWRSRPVRKPKVLKGHDDHVITCLQFSGNRIVSGSDDNTLKVWSAVNGKCLRTLVGHTGGVWS



SQMSGNIIISGSTDRTLKVWDMDSGACVHTLQGHTSTVRCMHLHGSKVVSGSRDATLRVWDIEQGSCLHVLVGHLAAVRC
VQYDGKLIVSGAYDYMVKIWHPERQECLHTLQGHTNRVYSLQFDGLHVVSGSLDTSIRVWDVETGNCKHTLMGHQSLTSG
MELRQNILVSGNADSTVKVWDITTGQCLQTLSGPNKHHSAVTCLQFNSRFVVTSSDDGTVKLWDVKTGDFIRNLVALDSG
GSGGVVWRIRANDTKLICAVGSRNGTEETKLMVLDFDVEGACVKCS                                  
>Dmel_FBpp0073740                                                               
MSLLAYGEPAESSETDSPAAEAEPDVLVDFTAMLQRQRQNGDYGGWFGCDSKMQTTQSDQGYYLEQYVLGVLDFSSQYGI
DYSISYTAANVIGRPTKFPAYGDYPETFPMRTYGDWWQRAPSATREIQPQNLPKLETHDYVVVYFEEFVVPTEVAIFETF
NPGAVVRIWAYGLTKNWTCLWEATESDLSRPPPLDSRRFAPSLKKTTMLTKTLRIDFNHSRLNYYTEIDAIMLCGRTVTK
TQNLLAKQQITQHSRTLVSPPPDAIGSTSGDGSGGSISHKLRTLKFQPNCGEDGATKLHEFINNDLSQFLADNCVDGEAA
APQICLTDLPFEILLRILSYLDLKSLFRVGHVSRTFYDISRHPLLYAEISLKPYWDVASSELLCTLARRATMLRKLDLSW
CGGFGNVSPTEFKKFLTQRGDNLTHLRLNSCKFLNASCIENVGIVCDNLIELSLRNCATEPPLLNFSCLANLKNLERLDL
FQTYFETELLLSMLEGNRKLKHLNLAFCGVSVNMDNVAAHLATYNTQLISLDLWKAHFLSSRGLQSLARLHQLEELDLGW
CMREASLGDGLFQLLSNCPKLKKLFLSAVRGTTERDLMHIAALGKNLEQLDLMGILNITHERVYDILVNCPKLQLLDLSF
CDNIMDRDFDLLAEWSRQFKVDIKSSRRH                                                   
>Dmel_FBpp0076269                                                               
MNFSQRQPEWHRIPSVALNHIFDYLNPQDRRSAAGVCFSWRHALFQKRYFRNFRFQLDVGCDDQLAFFHRSMANLAMELI
VVFDFQNAVHIQKMRGLLYKVAHCDNIQKLRFQTHNVGLVAIGNMHSEHLLAIEQCFVEPLILFLSRKRQPCQLLDLGAI
EALSYYGHDFLKAMGKPQELLQLTLASIKYDPSHYPILSLDSTLLQKCAALQVLSLDYDTLSDELLHTIQVLPLRKLLIA
VHGLDSEEHPDVSETAWSNFSDHFSSIELVLTLVYAYEAIALLQHRVLRSNMPVTHVRLLFCEKMNAEALDWMSLHYRET
LRSIHYVDAPYKYSNRMNSSRRVSLLQDPFVMMAWRCKQLEEIVVHGYLMDPHNLVGIARLRGRQLKRLEVSMIDWSGAP
LLNAYNEEISTLLGQQWSPISFDKMPPSLFYDNDLRDQFVYEMLRQDLRQ                              
>Dmel_FBpp0077147                                                               
MTSCVPAHQQKDQEQLLKELASSGDEMDDPDDPDQEHHQLVEPTFSFSNSNTCWVCNGYYGPNFGEPLCGACHAFLYNAQ
RAEELLTELSDDEDSGNDEPPFKDKQEDEETENDVDIMGFEDLEDPQPAAVPQHPNPQPPMEPQDQQPAQPVIDLPQPVP
EAAAPRRESPERDFEHERAINPFLLPIKRPRATAPLALPHYMHELADGRARVHEYNAASGSGASGSSRNIVNIIPVEVML
KIFAYLDDMSLWMASEVCKQWHDIVGKNTAQSMWKAYIKQRWPLFDSLADNPNWYRLYGALMSSCFCRTCLIEMGGRGQD
AQEADPQLGDREPGNVMRNNFLRGEANLLNSYESEGISAIPLDRQNNYWQATILGPPGSPYEGGKFFLFIYFPERYPMTP
PTVRFLTKILHPNVSRHGDVGIDIFQQHNWSLALNVAKVLLSVQSLLTDPYTEVCMEPELGYIYEHERERFEQLVRAWTW
KYAMYELIAPR                                                                     
>Dmel_FBpp0078592                                                               
MAVLFLSSHGASRHWRLRRPSRWAYNRMAIFSSTTTVDTTTRKRSTNKNHVSVVGALVSTTKSSHYEHPSSPSALTFEAL
EEMGIGMLDSEESSSSALSAIALAVSATSDDNSNETTPCASVSRMAHQLQHTQRLSLGSTGDITLDSPAVEDSLSMSRQS
AEKLQILAQAKRSSLGSEGSGNSNSPSKRLRNPLAAVTCNNQIDGTASLNFQPSTSRLAQVRQAKKPSTTNITTRIVAAD
SFFVFRTPAMSAHINSGINYFERLSDEILLDIFKWLPKKTLLRMATVCRRFNRCSRDETLWTRLDLGLRTIRPGALEQIV
RRGVLVIRLAQTSIQEPAFAPYTEVFRTRLQYLDLSMASITRSSLLTLLSHCRQLKKISLENIELDDDICAEIAKNEALE
AVNLTMASGLTSNSVRLMMESLTSLSSLNISWTDLSADAVTALVTHISPNLIRLNIAGCRRVLFDSHVATLQKRCPQLLE
LDLSDCNSLTPTVITAIMKFKMLEYLSVSRCYLIPATKFIELKSMPSLTYLDIFGMLSDTAMEVLEKQLPKMGINKFIHS
SVSRPTVGTRRTSIWGLRTRD                                                           
>Dmel_FBpp0078846                                                               
MEVTFKKARLGKERLVEQSEEEERDEGSSGQDLFGWWALPEPALLMIFERLSVPDLLRASRCCVRWHSIAKDDLLWRHKF
QEHFKASPSIPLKPGSESWRAEYKRLSMHIPFVQAQRLEPTVENNHGHTHQVLHVSFAHNGEMFATCSKDGYVIIWNAQH
PCSEKYAHNMKQFSWKYSQYSQFNQSDTLLLVSGVHFGSPQSTSGEIAVFYLGATESHLRCRVVNRPYDIFGTWFSDQYL
ISGDLHWLAHLVSTSVLWLNKANQEIDSEHVPIMSQLYKFYNRNASSVRAIMVARCPWLDESNDPLATTADQESHSSVLS
PPTGDQGSTSQASGNPVSHAASILRTRSSTPEENYLPDISERRSRARLGDATIHYLDEYRTAVATTNESNDDDDEEYDSM
DVQEEYDEMENSIPKYLIFSTGSTTFTPHQIGFKRIRNVFFPKKLDPGPSLKERIAAKRAAEQQQQQTPRTDPDWWDYES
VKDRFDKVDKVIDLHGHIIGMALSPDHRYLYVNTRPWPKNYVITNPLEPPPIAQEIDIHVIDLMTLKRVGNMLRAHKAYT
PSAECFFIFLDVCEEYVASGAEDQHAYLWDRYYGISLAKFKHSDVVNSVAFNPRDSEMLVTTSDDYTIKVWRSRAKAKEF
NIPINVSESFELKPKN                                                                
>Dmel_FBpp0081633                                                               
MPSASFTSSRTYVRRSRRKGANRIAMPNRPTGNIMDPMLQQNVTAAGAGASASGSNSNAASSSGAGGVGNNNASSSGSSG
ATSTSGSAAAAASAAGPTAAGASSSAEYFDSGQGASGSSGAASSGFSGSFYNALQMMDTTESSGAGTSQSTPPALGASST
TASKSTCATVGSSTASTSAAAAAAASASAGSSHQSPYDLRRKISASSHEQWPTSSSSAVAAAAAILVGPSSSSPPLVNPG
ASPSSSSSSSSSSSSSSSASSSSSSSNVQAPSTSATFPVNNAPTTGATLAQPPNVHSSVPQQHCGALPVGAAIEDNNYML
PARKRSRRLYTQGGEMGPSAGATGEAAGAGTAASGGAGCAPTAAQYLQYELPDEVLLAIFSYLMEQDLCRLALVCKRFNT
IANDTELWKRLYQSVFEYDLPLFNPELCKFVFEKPEESEYANPWKESFRQLYRGVHVRPGYQERRSSGRSIVFFNTIQAA
LDYPEERAAAGVFVPAGAGAGNVVSAGLSNTSASAGVGGASVNALVNIYEEQVAPTEHPGPLIFLHAGHYKGEYLFIDSD
VALVGAAPGNVAESVILEREAGSTVMFVEGAKYAYVGYLTLKFSPEVTSTVSHHKHYCLDIGENCSPTVDNCIIRSTSVV
GAAVCVGGVNANPVIRNCDISDCENVGLYVTDYAQGTYEHNEISRNALAGIWVKNFASPIMRENHIHHGRDVGIFTFENG
MGYFEKNDIHNNRIAGFEVKAGANPTVVKCEIHHGQTGGIYVHENGLGQFIENRIHSNNFAGVWITSNSNPTIRKNEIYN
GHQGGVYIFGEGRGLIEHNNIYGNALAGIQIRTNSDPIVRHNKIHHGQHGGIYVHEKGQGLIEENEVYSNTLAGVWITTG
STPVLRRNRIHSGKQVGVYFYDNGHGKLEDNDIFNHLYSGVQIRTGSNPVIRGNKIWGGQNGGVLVYNGGLGLLEQNEIF
DNAMAGVWIKTDSNPTLKRNKIYDGRDGGICIFNGGKGILEENDIFRNTQAGVLISTQSHPILRRNRIYDGQAAGVEITN



NATATLEHNQIFKNKFGGLCLASGVQPITRGNNIFNNEDEVEKAVSSGQCLYKISSYTSFPMHDFYRCQTCNTTDRNAIC
VNCIKNCHAGHDVEFIRHDRFFCDCGAGTLSNQCQLQGEPTQDTDTLYDSAAPMESHTLMVN                  
>Dmel_FBpp0082149                                                               
MSDVDSDGEEPTRKTGTNALDEFRENWQRELQEHTTNTGSRSHSEAGDRLTAANSNLSEADLLQAKAESLYRTAVQLEQR
GKVYDALPFYRKATQIVPDIEFRFYEQQKQKLSNDVSKKYLNLANDLAKQLDLGQSDGEEVVDNLYEKFQHDLRQKNIYN
GKMIASSRDANVLTTGLHFADLPPEIVMRILRWVVSAQLDMRSLEQCAAVCKGFYVYARDEELWRLACVKVWGHNVGTLE
AQDSDVSNVFHSWRDMFIRRDRVLFNGCYISKTTYLRMGENSFQDQFYRPVQLVEYYRYIRFLPDGKVLMMTTADEPAQG
VSKLKHVNNVRAEMLRGRYRLFGSTVTLVLQKSQQRGPANVRQRRGSIMPVDEDSSQFLIELRIAGTTKRRCAQLVWSHY
TLVQKRNKVDISSEFDLTEAKYPALRFSTVKSYHLDADAPLA                                      
>Dmel_FBpp0082374                                                               
MGNSLITSGKPSQRREKRLFERLSCSYAQTPNRMELNLNPLLAIARSIAAPPTPPPTPEKLDSDKDKEGSSKAAIELLPN
EMWLEIMSYLSYNDLLQLRMVSWRCRDLVHRRRFMEKGKVIVTQHNLEAIHKHAKGGNCYLSFERIELRNLRQCRQLENF
LRLVGHEVKHLQVRHAPVFRNLDGKLPNLKVLTIATTMSMDDQHLAAMDDLDMKQFSHLVGFECDGVSLDAVLKMRMLLQ
LRRTENKVQLRHLQFEFRRNNENALLDVLQDHAETLVCVNLFFSCSPGIDTREWCRAFENMHNLRTLKLSGNCHLVLLEA
VLRAVPESAPIRQLDLTGMLSLTNELLLYVAGKWQSTLKVLDLMFCVQLNANCIDALRQLSGRLEALTMAYCRELTGTGL
LQGLAGDINYSLQELHLEETIFLDESSMCQLLERLPNLRRLSLDNCRQAVTDRTMATICQYQTRLRNLNIEYCMKITDQG
LMGYGDTPYPISRLRGLKELNLRGCRNVTDSSLMVGLKLPELRALSLGYCNRLTSEGFEALTQNCPSLEALCVSSCMAVD
DETVLNIVSNLKRLRVLNLSNCTKLTLQSIHHILAHGHNLVQLIACSIDGMDHEQAQRILESQRPQMKQVLL        
>Dmel_FBpp0082655                                                               
MSHKTSNRRSSDLECPLASLGRNSNAVRDHYHHPHPLSSSPLDPQAYKMMSRKSPNPGLEVAEALASRSSTPPSDQAGAS
STAAAAAVLHMVQQKAATFELRGRHSRPTEQQTSYGAHSTASVGRHAKKSPELPAPASRNVAPVPQPRNFLTLEHVLQFG
TQRPSWMHGNSADTEDSSDNNAGGGGAGSGSGGAGGRRRAQGGRCSVPTVLSSNGSGGNGAQYLLDKKMESLYLGNALRT
LPLGAEASQFQNERYYLEDYSSGSGNERLPERLHHPRTSSPSETSGSDRYLLNRSSNSNHLHSKGQSLSDGLCNLGRFSP
SLDQGYATLVSPSPTGHHSSGGAGNVTNSTTASGAGIMASSTPTTTPRRGASSNGLGGGAASAIGPPPWNRKGPFRCGPL
FDRLPDEAVVRIFSWLDSCELCNVARVCRRFEHLAWRPILWKVISLRGEHLNGDKTLKMIFRQLCGQSCNGACPEVERVM
LADGCRISDKGLQLLTRRCPELTHLQLQTCVDITNQALVEALTKCSNLQHLDVTGCSQVSSISPNPHMEPPRRLLLQYLD
LTDCMAIDDMGLKIVVKNCPQLVYLYLRRCIQVTDAGLKFVPSFCVSLKELSVSDCLNITDFGLYELAKLGAALRYLSVA
KCERVSDAGLKVIARRCYKLRYLNARGCEAVSDDSITVLARSCPRLRALDIGKCDVSDAGLRALAESCPNLKKLSLRSCD
MITDRGVQCIAYYCRGLQQLNIQDCPVSIEGYRAVKKYCKRCIIEHTNPGFC                            
>Dmel_FBpp0083434                                                               
MMKMETDKIMDETNSNAQAFTTTMLYDPVRKKDSSPTYQTERELCFQYFTQWSESGQVDFVEHLLSRMCHYQHGQINAYL
KPMLQRDFITLLPIKGLDHIAENILSYLDAESLKSSELVCKEWLRVISEGMLWKKLIERKVRTDSLWRGLAERRNWMQYL
FKPRPGQTQRPHSFHRELFPKIMNDIDSIENNWRTGRHMLRRINCRSENSKGVYCLQYDDGKIVSGLRDNTIKIWDRTDL
QCVKTLMGHTGSVLCLQYDDKVIISGSSDSTVRVWDVNTGEMVNTLIHHCEAVLHLRFNNGMMVTCSKDRSIAVWDMTSP
SEITLRRVLVGHRAAVNVVDFDEKYIVSASGDRTIKVWSTSSCEFVRTLNGHKRGIACLQYRDRLVVSGSSDNSIRLWDI
ECGACLRVLEGHEELVRCIRFDTKRIVSGAYDGKIKVWDLVAALDPRAASNTLCLNTLVEHTGRVFRLQFDEFQIVSSSH
DDTILIWDFLNFTPNENKTGRTPSPALMEH                                                  
>Dmel_FBpp0084641                                                               
MEQAELGSTCLAAPKRRFPDNERCGRELAAVPVQPVLPQIPTEEEPEIKQRKREKEHKESLDRETECNLMDFCDELLFEI
FQYLDTSSILAVMHCSPRFENLLLDHRFYHHIDLSNGPLPMGILEEILGRATEKTHTIKICGPPSSQHVAGEFRQFTQTL
SSVFPRVVQLKVLELEGVSLDFEYIHITEFPATLRRLKLKDCSVRVGDTPKSIFYSIELHLLDLEDLSIEDNSWFEPYYI
MGLSKLPSLRRLSLKGCQALCKFVPYGSMAARFGFQKLESLDLRQTPINNSDLQCFSAIENLKELLLESPQILHSKQAVA
KKNTNGNATDEAASPQPDSLKVLSDDEPSTSRAAMEHLRACKVAFNLDNCSDRKEEKSPVPTEPPSEGQDLQAKRIRAPS
ESDDEDTSSTSGSSSDKLEVLSLPRNGHSNAAPLSGGVDLPPLPHAADAANAADAPIAVDAANIEAPGQSPGLDPRPPRA
YIYVPDAENANPRQQRSVVAVFAQGTEQRYIYVNQQFSLPMNVLMPTRRHRTHPRPNYDQVVQHPMFWNMLEPLDRDYAR
RVRPRPPSCQTTPQYYVTDRAMYSFGRADRPVQPDVVWIRNINRSPDNKLERLSLRNYHLITNHTLEHLVQCSPNLVYID
VSGTSITLPAIRRFKISKPKCEVVANHLEEFERLPELETQEEDDTVVVMLQPPPRADDEQPPKSPPPQEVVAP       
>Dmel_FBpp0084796                                                               
MDISTDIWGQLAVEASQVYLSDGTVRSPFADTTIEKLPDKVLLHIFSYLSHREICRLARICRRWRQIAYDTRLWKNVSLR
PEVSGLHVGSLEMLLQLISVRFGPTLRYIELPIELITHTVLHELSAKCPNLTHMLLDFSTAMQLHDFSEMQAFPTKLRYM
CVCLSEVIFMEGFMRKIYNFINGLEVLHLIGTYEKCEEEEEEIYEVINVHKLKSATPNLRVINLYGINFIDDSHIDAFSS
NCIQLECLAVNFCNKVTGSTLKTLIQRSKRLTCLLMNGTSLKSEFVMQAEWDKCALQELDITATDLSTECLVDMLSRIPS
LKFLSAGQINGFNDSVLKQWMESGTTRSLISLDLDSSDNISDEGLLKFIQRQGHQLSACCLSGMPHITDQLWMSILPLLG
NCKIIVMGTAEKLGVNIHVDQLMDTIASNCGNLERLELRWDPDNLRFSDKSQKAIDILRVKCLKLRCMVLSDGRYYETVK
ANFERADRITVVRTTTCCRVSPYHLLRNYNDLIFN                                             
>Dmel_FBpp0085623                                                               
MSELGLRRKSSAQLEVMQKAGWKIDGDEKACYIDVDEDEDQDTENMIESNWRYLPDLVLEQIFTYLTPKERYYAGLVCRQ
WYRAFYLPTVWNNFLVDDRTLTKPKFNYYSGWQFCLDHMRTQFCLSRIGRYVRGIEFRPWHSFNNIFQFMTMLTWNIDKG
REVNPDTQFIGIGSRIRTLVYHFPCNMSQPNDPEGIKLFGTGGQLLRVLKELLLRLTDLHTLKLVDFVLERYEANHLLDE
VVCSCCTKMRVLNLVNVTTMHCPIMHVGLFLNLQVLTISPQNIDDDVLSLLADTKLRHLHLLQNCYTPSHLTISACGVKA
WRNVKKTNPRLRVHLRLENLTDGEVVLQPEAPVHSITYCAPQTRIRAELLVRMVDHYKSTLAVYGHELLPRFSSPKPFHS
RIDSLMLLMCRQCFNVDTLIIREKVSTSTLLLIAKTAKNLQHLHVRRFAVILRCDWPRHPEWSNEFYAWLKRNSRSYEAV



EREISQILGYKWRLLSDRDFKQLTVNVKSGA                                                 
>Dmel_FBpp0086472                                                               
MINTDLMNTKPGLLCLPDDVLMIILSYLDLKTQLKLKDFHFRFKKLMPYVWRAYNKCAYISLIEMQLSDKDLLFFLESTQ
QILSTLRLKMNNRSNFETLTSCSFPKLKDFRFSTHSFNLNDADVPRMLKTFPNLTTFSPHGKFTGKHFDEFEFLENLTVS
YCSKFNVTNLIQILKTRKIKSLKLGIFDIDQISNTELPWKGIRNLEQLQCFQEEMMVWFLSKLERLTHLKKLFLCGHVRY
GFLREILIAAKRSTINMIEISQNTSIFCETYGLNVAIKTLKVANFGMHAYQHLHINVNEFYIQNSVCVDEIKFHTLIQNL
NTHEVLGIYHCTFGFKEFTFDAKKLGENRTTALNIYVELNTYLMSNEDPIPMTWKVQGEHRLFKLHMKHPKITFNSDPVS
IYFD                                                                            
>Dmel_FBpp0086875                                                               
MVDPVAALCNYNVLEVIFSYLELDDLSHCSQVCKSWYHFLNDENSDVWRWHCLNKLPKESLKSDLLASVSTYKTKLRAYF
HAWSPNDCSRNVYIKPNGFTLHRNPVAQSTDAARGKIGFRHGRHTWEVIWEGPLGTVAVIGISTKEAALQCHGYVALLGS
DDQSWGWNLVENHLLHNGDMQGSYPLLNNAPKYQVGERIRVILDCEDNTLSFEKNYEFLGVAFRGLPDKKLYPTVSAVYG
NTEVSMVYLGTPLDG                                                                 
>Dmel_FBpp0087274                                                               
MSESLSSQVEETKVSDDDGVKEKAEVSTAKDSAETAMEVEADDTGGQQPEQSELLDKEKSATVDINTLTPSTPSQTPPQL
LAVETATSGSTAVIPENILSPPKSETQTDETNTATSTSCSPASDGQRSPAADQQSSAPPPQVQAQATPAPVNGSVPKSGK
PLSTALSGKKTSKAATTSPRASRCRKTKALPMYESEISDNKMGIRLCIKKSDAGEGAPAGVTSPPVAVPAATKTVRKRVR
KPKQQDSDEAEYEPRKKKGGGGGSGGEKKVSTSPDAAEAAGDPVEQSVWAQKLPEEVLFRIFEHAVDTQGCLPTLFRLGR
VCSLWRQVSLRPTLWRTMDLTTWVKEKYRTELKLKWFVDNRCSACTDLNVSNWKISDINCFLAKLSSGCPNLAGITLSGW
KGFTSDHLTYLVDNMHKLQRLDLSSINVEMNASKSAVGVNSLCNALQTMGSRLTHLYLAHNRLAGIPQIVGILSTHCPNL
TLLDLSNVTTQATSHGVLHIEKLQRGCQKLKVLRVTNSHITPSTASMQEIMDSPGFPELEELSVAALTDESRIISDDHLQ
RILKSSSKLKLLDVRNCTRLTHESLIRLPAWDIKHLFLSGCSVTRDMGSGLELIASKWAHSLIELDLAWANMQQPIDNAL
RALAEKGRDSPLAHLNLCGSSVSDEAVKEILTNCQNMSSINLASCRGLPRGVKRLMQGPQELGELREVLGVQLKSSSGSN
>Dmel_FBpp0087509                                                               
MVSTRQMCSGGGTSASEGVSPFGGAGSGSASGTGMASGSAVSSGSGTGVQEPPESTANRSSVLRRTTSYQGNQAHSSYRV
VSAGSLAESASAVTRLHSYTMQMQRQRPPTATTTTTTSAPSLYDLPNELIEKILSYVDYKKVSNLRLVSHRMNDICMAML
NTAFTKQIKTTLSRFQAIKASMPRRESHRRNHPLACECDIIETCYMRLSLLQMSMGKHIERGHCCFFPGAILDEVQAILN
YISITPRLQRPYRVTDELFDLSTMAMEYFKDRIEATLPGLAYFNKDFYTLPTTTKRPTLAISSDLEDSASNSPPQNHMVL
RKGIRKIKQGMKMYNNQLSVLRTELRTCKRKAAEQSKQLAEQSNLISEQQKQTLEYANRLDENDKKNEEMSRKFSTLLQE
LNKCKTELQFWRSKSPAIPAVCSSCNQKVAPVVPPEDFQALVNQGVDPEHFIIINEDVDAESDVSVGELKEFASPDESTT
AKLLAVSTAAKNLKRKMPSESQSNAIASTSKAAEVAQSQSQPMATGNAGAAKAAGGYSPKLFYGNHQRSGVIVSPVSQNL
GVAATTDNVAPGSEALEEPEEAKKARRVQKANRYVNTPGKRSK                                     
>Dmel_FBpp0087767                                                               
MSGLEYGLHRYDDLPLEIVLKIFSYLGYSDLQAAGSTCQRWHAALDQAEFNQRTRVCFSKVVLSDQLSPGVDLMRCERRF
QHFLFEDVTLGQVKELMRFMGRTAQSLALDNVDLNDKQFYGMLGVLPHLHSLSLKRCLPLFMSGSFLDSYNNSCPDLNDL
ASNLAGIKELTLCENQYLTDAILMRLTSFMPSLEAINMSGCHIAFHNAIHRRFYPATSSSDHVLPSESVLTFKFILTILN
LQRRTLRVLNFSHTLIGQALLALCDLNLQLQRLYLAGCRQLNCTTILNFLATQPQLCALDLSATMCVNDENLAALVQTNP
QLEHLKVNGCLSITNAGAIHLAKLKCLKSLDISNCDNLTSSGIIEGIASEENPVIQELNVSYLQICEECIKAIASNLRCL
RSLHLNHCVNGATDEAIQSVIGQLRWLRELSLEHCSGLTDAALTGINISKLEMSRKQSGSQVSSMDNFYPPYSNTLAERD
SLAGSLQSIKISLRSKAEDEIVRDARRKQAMLAAYEMNLIREDDFEGHNIQQLRGLRSLNLRGCNKISDVSLKYGLKHIE
LRRLMLSNCQQISLLGMEAMASSCPSIEELDLSDCYNITDKTIQVVTSKLPRLKALHISGCSQLTEHTLDAIITNCSCLQ
TLSIYRCRSMYTDLEERLSGVKTLRNLNMDNLTSIDNAEFFRLKKRLDY                               
>Dmel_FBpp0111980                                                               
MFASSAETGVMEVGGTSGTGTGSSSSNNGGGSSSNSGGAGGSIELLCPPSGSSSISGSASFSSNSGASGSSSQTHSTAVS
SATDRSNNNGNNHNPSLQLNGNGGSNTRQHSSGSNSRQHSSSSSNSNSSNISPPPSSSSSSRSNNNNNNHSSNIISGFCS
TIWRSATFGSATPVINPLPAVSINPKIMESSSDSCSLSSSTTPDVGLADQQRNMAGSAQDQSEDQSQTFLGATELDDELI
KQLPKEVLLRVFSYLDVVSLCRCAQVCKYWNVLALDGSSWQKINLFDFQRDIEGPVIENISQRCRGFLKSLSLRGCQSVG
DQSVRTLANHCHNIEHLDLSDCKKITDISTQSISRYCSKLTAINLHSCSNITDNSLKYLSDGCPNLMEINVSWCHLISEN
GVEALARGCVKLRKFSSKGCKQINDNAIMCLAKYCPDLMVLNLHSCETITDSSIRQLAANCHKLQKLCVSKCADLTDLTL
LSLSQHNHLLNTLEVSGCRNFTDIGFQALGRNCKYLERMDLEECSQITDLTLAHLATGCPSLEKLTLSHCELITDDGIRH
LTTGSCAAEILSVLELDNCPLITDRTLEHLVSCHNLQRIELFDCQLITRTAIRKLKNHLPNIKVHAYFAPGTPPAVTSGH
RPRYCRCCEIL                                                                     
>Dmel_FBpp0112082                                                               
MGLANIEELYNDCLYHIFDFLTTEDRIIFAQVCHRFRQLFINHCAAKYRVYTLDKDSSRLELIQFCICRETVECLTIDLD
HFDTARCYRTYGCETPENCFQILCQTLAGMLRLEHLVVKQESMLVTPIQKPFDQILTAVRHLPKLRRLEIRARDDSSFDR
VSQLCHLEELQMLVPKISLAALVKCCRSSGNLRSLHLGYACIQKNLSHIVPHCKNLKVLKFGMPANSSEYVQLARLPKLG
ELSYFGIRRSGSFEPLLSALAAKSQLTHLSIDGGSLTMQETCQLVRIQSLRHFKGFYSTTDCVEMLGCLANLEELCVSIF
CPTDISNNLLPIIAKCKNLKLLQISGGNVNTKSLNDAISLRKSEPVALVLK                             
>Dmel_FBpp0288522                                                               
MVDLNILNLNEDCLQHILKYLSIKDLVNLADTLPRFRQILLDRPPTSYPVHHGNDPDGVKPVLYYSTVAIKLLRIVKNNV
KTLGVIQGHSYDKEDLGNFVKDFRILTQGRNKIDLRYCLGEMSRLEDMFRFSSCSRDYLSVNVPSCICYLADFFQLIPGL
RELRLSGFAKCSDCVKTILKCFPKLEELWIRGTCLKLRSDYELISQMKSLTKLSINVGGSNCLGPLTNLTELRSLYVESI



FSYISPIEIIEIIKKCKKLQFLFCYYINHGEQPHDSIANIFKSIRSTRDPNRQTPLQLHTYLDPPLCEENRQLIDEAYFE
YRRLP                                                                           
>Dmel_FBpp0289915                                                               
MSTAVETGSSPAKSNSNNSSSGGNNNNGNGNLSPNAKGVQRRQLRERKQRKLYLEEWSLGDEDGEGTRGFSVAEKLESSK
FAQAGMVREMRGCDLTVAFLQQHGFNIPLLFRDKAGLGLRMPDPQEFTVNDVRLCVGSRRLLDVMDVNTQKNLQMTMKEW
QQYYDSPQKDRLLNVISLEFSHTRLDRFVQSPEIVRQIDWVDVVWPKQLKDAQREGTNLLGGMMYPKVQKYCLMSVKNCY
TDFHIDFGGTSVWYHILRGSKVFWLIPPTDRNLQLYEKWVLSGKQADIFFGDTVEKCARVYLTAGNTFFIPTGWIHAVYT
PTQSLVFGGNFLHSFGIVKQLKTASVEDSTKVPQKFRYPFFTEMLWYVLARYVHTLLGHSHLEGEASLSEDEMAARPHTH
LTHHELFGLKEIVMYLYDLPPQKKNVPSLVLDPVALIKDVRSLVERHCKDQQDLAITGVSVLKSPPGSQPPFLLYDRTRV
KQEIKQEIARKNAEVIREQQQLEAGRAREAESDTSQSTGVGSVIGMGAGVEYSNGVMKKEQLENGSGVTVGGHGSQPEAT
FALPTDTLKYRPPKKMHLATALVAAAASSSSGGGGPVAGVGGSAVVGSSHSPTGGGVGPVTGAGGAISVIATSSSYIEGG
QVGGILNMDNCHSPEGGGAKLSPNLTGTGQPRRRRTRCKNCAACQRSDCGTCPFCMDMVKFGGPGRAKQTCMMRQCLSPM
LPVTAQCVYCHLDGWRQTPVSPQTKQLASADGPSALMECSVCYEIAHPDCALSQLDGTEDAADAKGIVNEDLPNSWECPS
CCRSGKNYDYKPRHFRARQKSSEVRRVSVSHGQGGAEGHADGNTLLPPPVGQYNDFVFTSESEMESGTVSGHMTHWKHGM
KRHHQLEVKTERNNSCDTPSPGISPNAIGGDSKVGKRRKSDDGTSVSSSMHESNDAPCGSSAEGAGGAGNANVSTNQWSG
SGGGGGSRKKNSIRSQLAQQMLNSSTRVLKKPQYVVRPASGTGSSSSSGNGGSASATNGISNGSNQSGANSCGAGNGERG
TNNGGLSGSNGLGNQHYSSSQNLALDPTVLKIIFRYLPQDTLVTCCSVCKVWSNAAVDPDLWKKMNCSEHKMSASLLTAI
VRRQPEHLILDWTQIAKRQLAWLVARLPALKNLSLQNCPIQAVLALHTCLCPPLQTLDLSFVRGLNDAAIRDILSPPKDS
RPGLSDSKTRLRDLKVMKLAGTDISDVAVRYITQSLPYLRHLDLSSCQRITDAGVAQIGTSTTATARLTELNLSACRLVS
ENALEHLAKCEGLIWLDLRHVPQVSTQSVIRFASNSKHDLCVRDIKLVERRRRNSTTANRSWHHD               
>Cele_B0391_11                                                                  
MAESVLENPIFIRSCILYEVLHRKPIRESYKNFCEKLGDDVMDYIDFEFWFYRFYEGNHDLNYDQKLEPKNLSDMPIKIL
QRILNELCFRDKMVLQKVCRILRKVVPEIDAVAHSAVSFRMCRDWAFLEFSKHEIVYREFEGGCIVKYEDYAKSVIGGNQ
LELALNDFSNFLKCPKLHLKIFGVTFSSAVGEEARQKVIETVGTLKWPNLKTVFFNGIHQSEIKPMIACFNSETIEHIIL
DVSRDSSDFELNADVYESAQWKHAKIIQICGDCELLIPFANLAHLVAFEIPLQSFTKEYALEIKQHLDNFPTNLQKAIFR
SLITDPIEIARVFDPDHEGDAVNILEYNTTSSRFVIQCEAYKFAVEKRDDSVEDQPTL                      
>Cele_B0391_5                                                                   
MTESVLDNPIFVRSCILYEALHRKPIDESYKNFCEKLGDDVMDYVDFEFWFYRFYGGNHDLNDDRMLEFKSLSDLPIEIF
HRILNELDFRDRMILHKVSQTLRSVVGDFEVICHKEVSLRLCRDWSILNFSHHNVKYQRCDGGCMVKYEDVDKGVPLGDQ
LELALHDLSNSMKHPKLQLNSFAITFSSALEQDARKKVIETFHSWKWPRIRNFTFNGIHQSEIKTTLGCLNSEAIQTISL
DVSRVSEDFVMNTGVYSLEQWKRAKSISICGDCKLSIPFANLAHLAGFEISLKSFTREYAVEIKNYLDNFPNKIQSGTFR
SIITDPIEIGKVFNPDYALGSENSLDYNTSNFCYTIQCGPYSFRILRKADKQSIPVVM                      
>Cele_C02F5_7b_1                                                                
METAERISAAASAASSRRAKRLAQQAHKTHPVIQAKQNQMYLITTLSPAQVDNSLINRVLPKEVLLKVFSFLDTKALCRS
AQVCRSWSILALDGSNWQRVDLFTFQRDVKTAVVENLARRCGGFLKELSLKGCENVHDSALRTFTSRCPNLEHLSLYRCK
RVTDASCENLGRYCHKLNYLNLENCSSITDRAMKYIGDGCPNLSYLNISWCDAIQDRGVQIILSNCKSLDTLILRGCEGL
TENVFGSVEAHMGAIKKLNLLQCFQLTDITVQNIANGATALEYLCMSNCNQISDRSLVSLGQHSHNLKVLELSGCTLLGD
NGFIPLARGCRQLERLDMEDCSLISDHTINSLANNCTALRELSLSHCELITDESIQNLASKHRETLNVLELDNCPQLTDS
TLSHLRHCKALKRIDLYDCQNVSKEAIVRFQHHRPNIEIHAYFAPVTPPTDQVVNRGGICRCCVIL              
>Cele_C02H6_2                                                                   
MTDKKENTLGGCLQETAEITNMMTSVKFPREEPTFSNMPIEILTEVVNKLEPINRLVLQKVSRKLREFVNNMNPGIAFLR
IDFTADWARLMVDKYEIICSKTGKSCQLKLLDEEKHELRKKTIEKYYYSDIILNDWRAIITKPKLRLNELYICLLSGGRT
RLNSLQDIENILQTMKPLPVKHIHLLGYLFSELPVVFQHFQPGVLENIRLHSYQVTDDLTDLVTTSEQWNKAKSLEITGY
CTLPKEMENLFHFEHFQLLLTQFSKTDASNVKKALRKPSKFVSGTFEIFIYNPAEVASVFDPQYTGGINGSIDYNVLEAN
SMFRLIFSQKRMIIEKMS                                                              
>Cele_C07D10_1                                                                  
MSSSCRRIDDVALWKVFKSVDAATLQRCRRVCTKWNSEILRLNEYTSKFTPCSLMMEINAKKFKISLGNLKSRNCLEIDS
IKFNEIQKSLRHVAPPATLMIYLSCDSESSAIEEVMGGATERWCSEIRELEFVTHNPNLKISSILKLLERFPNLIRFSLS
HCFTEFVSIGEIFKKLSHLQYLRVYDFVGSSESGQSSGLVFDDNAVIQLMKNQTGSRKIQKIELFNIKVTVSRHTMIESL
RKLARLPVQSEIFNKPILTEKNKDNQSIHLLFENCIWETIKELNLLSDIIRIASQFCFPIQQHEDNFLKGDFRFSIFDTN
FVLKFVV                                                                         
>Cele_C08E3_10a                                                                 
MSLSFRENKFVIRAFILYEALDKKPIQESYDNFCKKVGNDVMTQYDFDFWFYRFYHGNHDLLYDRSADPVPKSLPNMPLN
IISEILAHLDIMDLLVMMKVSRNLRSVVQAKVDVVDSIGVRFFEGKNAKIVYNDRFIITYEPKGGGCTVIYFDSYVNEDD
YFLEEYDERSNKKEIFVPGKDYLELFNKDLKCLLENRKIQLETIEFTFGTGKELCEKCMNGIVEALKSAKSLTSRTVRIW
PFSFSELAQLVAFFPAETLEEIYFAGEKDTGFEQLVSLDQWKNARKFDADGKLSVPIEHFLHFEWFEVCLATFTESDAMK
IRDMIDRSTHFGHAEIRSKDMNISELMRVFAAHNQNQNFAYETPDKRFFNVKIYSYLFRITKLSYRYDYNDWL       
>Cele_C08E3_5                                                                   
MSAALDPVPCSLSVMPLHVINEILDHMEIIDLMVLMKVSRNFRSVVRNMKVLINWLTLNYSEKLHCVSIVYNMRYHIRYE
QKDGGCVVVYYFGSPKRKEIQKFVAGEDYVELCNKDLKLMIENRKVQLETFLPVFDGIENEARKNFIDGIEKTLKSAESL
SLKTIQSHHVSFQELAQLLPIFPAKKLEYLYLYGRMDGPGYEQLINLDQWKQARKFHGFSKNLIIPIEHFFISRGLMFVS
KLSQKVMQ                                                                        



>Cele_C08E3_6                                                                   
MSAALRQSELTIRTCILYEVLDKKPIKQSFDNFRRKVGNDVISYYEFEFWFYRFNNGNHDLHYDRSVNPVPRLLSGMPLN
VINEVLNHLDLIDLIALMKVSRNFRRAVQNMKVCVIESLVVQLFEETDCTKIIYNLRYKFEYRQNDAGCEVTFFARNGDI
FEKQKVVAGGNYIELCNKDLKLMVESGKAQMELFRLDNKGIQKKSRKKFIAGIEKALNSAKNLSSKTVQTQFVSYPELAQ
LLPIFPAEKLKKLILNGLDGREYEQLIDLDQWKKARIFQGFEGELNVPIEHFLHFEWLDVHLATFTDEDAMKLRDMIDRS
AHFVYAEIQYTRMNIDRLKRVFDVHSVEHNHIYETPDKRSFYVAFGQFMIQITKPGYQFDYNYKL               
>Cele_C08E3_7                                                                   
MSAALRENHIENDAMHYNKSAHPKSLSAMPLNVVSEILAHLNNIESLVLMKVSRNFRRAVQNSKVEINRLTVQLCTGGQS
SSIVYGRYVITYKQNNGGCTVSYVDNKVVGGNKKEVFVPEENYLELCNKDLKLMMENRKVEFYSFGVSISGIETELSKKF
IDGIEETMKSAKSLTSRTVATYNTSLSGLAQLVGIFPAEKLEVIDFKGEGSVGFEQLINSDQWKKAKKFDGLWSLSIPIE
HFLHFEFFKVDLAIFTEDDAVKICDMIDTSTHFGRAQIRCNSINISGMKRIFGAHDEEDNIVYQNLNNIPFYVEFLPDLL
RVTKYGYRIEIDN                                                                   
>Cele_C08E3_8                                                                   
MSVVLGENELVIRGCILYEVLNKKPIQESYENFCRNVGNDVMSYNDFDFWFYRFYNGNHDLHYDRSADPASPLLSNMPLN
IIDEVLNRMEILNLLVLMKVSRNFRKVVQNMKMVFDCIEVDFDEHLAITYNSRHKIKYRPNDTAQYSPFRQEPTCTCGRR
IRTSDEDNRKEFFVTDEDYIELGVKDLKLIMENQNVQLKKFQFSNGSNQDTQKKFIDRAEIAFKSAKSSTRTVEAHYNSL
AEIAQLLPIFHAGKLEEINFKQGARTDGYEQLVGLEQWKNARKFDGFWSLNVPIEHCLHFECFKDHFVRFKEEDAMKLRY
MLDRSTNFGYAEITIDPMNVSLLKRAFDVNNDNKFEFVYQSPDNGSFEVHCALRVLYITKSGYKFKYNNKSASTFYKPPP
IPAPPALFLRDYQFFDPRPRMPTDRSRYRPF                                                 
>Cele_C08F11_5                                                                  
MAEIHENERQKDRSKPSLSDMPIEIIEDIISDLAAIDRIAVQKVSRGFRDVINREDFGVKRLSLEVSTKSSILSFDDTEV
EYKNVHGDCLVKSGNREKIVNGSDHSTLSMNDIHNLLKNPKVQLDYFGLVIAGDQTCRFENVLEMLQSLNFKLCVKNFSV
ARFPLKYVISFFKCLAAEQIENITFYSDEYDEENPKELVKLEQWKKAKFIEIYGGYTFPFKVEDFLHFTTFWVRLGHFTT
EDAAKVRDVLMKPNNINYGYFDFSIYDPIAIARIFEPNYNGPSYGALRVHSTGGIFSAVFSKNQLKIKRKSNVN      
>Cele_C08F8_5                                                                   
MAAVSEFRLLQLPERAQRISLSHMSYNSIFSLSLCSTKKNKRPQGVPIRTLTYEGIEITSDRINRKHPVSDTFLSKAGFL
DFYNCTYKSSQFIHKFLIHNTTTVFTRGVPRYNLNDLLVSNGQKIYVQVGRGIIFLEKDVNKFLKHWIRGSNRELKSLAF
RAPMNMEIEHAIETILKGICYKDAREEDAASIKLVHICNGNTFKHPIIKISGFRIKRFDGTNATVVIRLLNANSVCFTSY
VLHFLHNTSIMAAVSPFRLLQLPQRAQRISLSHMSSVSVFSLSLCATKNTKDLVRSLNLKCIRLCLEFFDDLILSICFEG
CIIDFYLYMLNSSQKITPGLCAPKNVQVSTNDVKNFKWERPNLKFRNWIDHFLYILNISTLDVAMGKGVRVKKLSYHILD
MTSNETNRTNSVNDTFLSKAEFIVLSNCTYETSQSIHKFLICNNATLFSNVFSPYNLNDLLISNCQNLLVNVDRGNIFLG
QDVNKFLKHWIRGSNVTLKCLALEAPMNMERELVIETILEGIDYKVKEEEVSVYKKMLDIFNHGNPSITKIRGFRITRFD
GTNCDVVIRTCNPSVMRYSLNMFIF                                                       
>Cele_C10C5_2                                                                   
MSWPTLTVRLQQKVIRYLDYESRCNLRICSKDDKDSVDSVKFNPKTLMLYEITSDMSEEKTIVRMQIDTFKMWFIGKNNI
TKVDKSWNGELVDELSELKQENRYDVIRRYLTRMSLDGIIQAESIKLDDLSFSPPETLKFKCDNLEASYIGNNHDALWMK
QFILEFKNLTIIKYHPHEDIGFTYSELKVSNSLNLNCDIGITDKDLLEIKATSLNISSQLITVEGAKKALERFLKRGKKT
DTFVLEIRRPENFNAQEHIIPKSLVIRKIIRRGETEDEYYGKIFRGFENENGVQDVRDFNSSLMGDKLIVSCSVYEKSET
PCQLYPFYYSYG                                                                    
>Cele_C14B1_3                                                                   
MFKAFSSIMQSLQFKTDVPVIIDAETVPNECFSPIFRRLDKKSLLNCQLACHRFNDLISSDSFWIEYARILNISNVLPSL
EWRRAATQKKFVGNEDNEIDTSSFNFNIKKIVLSGRGYSPITPLFISHFENARDNTISGTLRSDDFSIRANGSGIHMERD
GGNGCEPHPDVSKCFVFSFTESSISVFIDLVNSGIDPWILDHVRPRIRITQKVNHRNDCAARLSFAAQLNYHETQWIERF
GHVQTMSNTDHKRYKSVNKEWAQWTGQPWEDWTIEFDDYPSGIRHLTILNEGEDRQFWRGFYGPKVANIQVEVILPDEPI
VKPLAVDSEKCNEDENPNAEDEDDDDDEVPPRVGVFRMPLFRRGRHMYGIPPAVARHEDEDEED                
>Cele_C17B7_11                                                                  
MSDSNVDAPPDLTKEQESLLNLPLDTANLVLEKLDPLDLLASRKVCQGLRTAIDMHGVSFDTITFDFSDDQSILDFDENE
IKYSDVDNGTTVTYKDQEKRFENENFLGIAVKDLKTVWNNVSKLHIYNYAEDRTDIITSFINSLKSEKSVHVKQISLSNF
SFNDVLIILQCLNEKTLETINLSNPSQTNQLAQITHLNQWKTAKNFELCNSLLDNSDQLEHLFHFEEFGCRTDVFSVENA
IKVRDDLMKRSSFRTCRIYFNVPQSNPVDIAKVFKPDYAGGNEYSIEYSDDGNKFAIDCFRVGQSYRFSVRRC       
>Cele_C17C3_6                                                                   
MAAIKANEQDAVGMIVRKQSEFEENSHNFNNNGPSLSDMPIEVIHNIVDYVDPINILVIRKVCRKLRNVLDGDPKFKDVH
LHQPTSLDMNFSLELDDSWVDYRTNGSGSGLGLFRNSISKTKTKIFVLKHENENENENGTNCTYGF              
>Cele_C17F4_5                                                                   
METGNFSTTSGFSDECLKSILRFMDANQRFHLSQQCPSLRSFEKSVPLYVYELTLLQDKLFVNAVEYQLGDGQLTVLDKR
TGQQIREPSRHSMEDLISRLLSGYQEPLSIGLLLIPNSEVLKFPESLKVKALCLTIQSNVASVMGSLSKMLDEKSFPLRR
LYVIGHKDFEKFENFSHDACKNAKKLVILGRSVPVSFLCSLPNKRIHLESADDYTVDDFMRLIEKWADGTTENIKTAGNF
HYKFTLSNPELVKQVFALSEVLGDAGKKDPIKFFGKVCEEFPNVIVYTVSDTMEIYAYCEKKSPEKWLLTITIDRVGLNK
LYYMIETLLDEFMDKVEGVGKSKHLCRY                                                    
>Cele_C18D4_2a                                                                  
MENQEFIDVLITDLELLLNEVSDRLDEFNVTFRWCGVEQVDLAHLQNVYDQLTLITSHKKINACSVELAVEDIDQVRIAY
TCFDLQTLRHCAFHFVDNQFEDPANAFRRILEIDELKFLDSIEAHFKVENLSIDGLIAIKQVVIDSGRKCKAVIDNSNGN



NLQNQELTNIFGDSIEKYQEWIICRCENLKCYIYESRIEIQTKEWKSTPSEKYMRDRRMGSCSEDSEDEDFKLWRESMDI
PKRKTSSRPSSYFKEDSSTNGASPKDGLPSTTEDETSELRRKWKTIPERDFNMMLELVITKSLIDSNLVPSTDGESRHSK
SSESNINNNMLELEAKRSLLFSKDDSSNVGKMAKRVKFEIMQSLLDPENNSSTDGAGLLDNLPSTSDNRTPRRQRHLEHS
MESFDNIMLEAAIKQSLLDLKGDCSADGTRPKPDLSDNKTRTSRERSESSEENSDSIMLKYAIELSLLDSKEDASKIEAI
TKKLKLELAKLKLRITQSLSDSKDDSLSNEANLQNDLPSTSDSKTPTSRERSESSESNISNILRELENEQSLLDSKNDSS
NPEYMMKMLKLDLAKLKLVFFQAVLDAKGNSATDETRPGDVPSLNSEGRTPTSRKRSESSESNIENILLKLAMKESLLES
KDDSSTNGASLQKDLPSTSDDRTPTSRKLSENFEENSDNIMLKYAIELSLLDSKKDSTKIEAIPEKLKFELAKLKLGLMK
SLSNSKDDPSTNGASLQNDLPSTSDDRTPTSRERSESSESNISNIMRKLEIEQSLLDSKNDSSNPESMMKMLKLDLAKLK
LVFFQGVLDAKGNSATDETRPGDVLSLNSEGRNPTSRKRSEISESNIENKMIKLAMKESLLGSEDGSSTDGAMAKMLKMA
LVQSLLGSDDYSSSDEASTEDDPPSNSDNKTPTSGKRLESYESRIENILLKLAMKESLLESKDDSSTNGASLQKDLPSTS
DDRTPTSRKLSENFEENSDNIMLKYAIELSLLDSKKDSSKIEAITKKLTLELAKLKLGITQSLSDSKEDPSTNEASPEDD
LPSTSDNRTPTSRERSERSESNIDNKMNKLTIKQSLLDSIDDYSTDRANPEDDLPSTSDEKTPTNRKRSESSESSFDNFM
LKLAIKTSLSDLKDDSLTNGASPEVDLLSTSDNKTPTNRKRSQVSESNINNKIVKFATIQSLLNSIDDYSIDGESPEDDL
PSTSDKKTPTSRKRSQFSESNINSKRHKFATMQSLLDSKVYSSNNGASPEDDLPSTSQIRSSTMQRRSEIYQQGLSKFHM
LLSMAAVHSAFDSRNTSSTEAVPDNDPDSEDSRRHKEHFQNLLLNVNNMIRHSRITQNSSDSKSNCKKEQTGSSHRALTN
RLIMSLILQRVGLKTISSLRQVSRGIRRCVDGIKSDSKIEALAISLDTIDRVKIEMTDKTINKKHVFQTVYNDSYKKFWN
DKKSMNMNDEYTYPSYELYHFPNNIFERGQYYPLATAFSKSSKQNVVEWYQKRLCSFTYILRHSLLNQKKPIESFSISLP
WFINERGSPEFYSAGYHFISMFGHEVPMYTKFLDLKIESRACEQCRKTDEVRNLASCDVHQKMFQKLLEENREICGPNSG
HPDYQNRPITYTQDEYEQRIDLFVKYFEDILSSVGHTIPVEALYMQACNQNTVLRVLRHLDSRLLKTISIKIVEDDQDKP
CNWVLPLEINEICELDQWKFAENIEVEHLIDTDDVRHFGHFSEANLKLTRLTMEGILSLKITFLRSHNFIKFKASFETSD
INVNIFRETLLGLAHLRPLDPNKPTVWFYEYPESKGYFLKILYYGQAKRIIFSRVDA                       
>Cele_C24H12_10                                                                 
MFKYLLALLLTIGLVIALAIAIIFKLLKKPFQIMKLPHLAFKNVINIMDINDVVTMAQTSKNVRHRLKLVNREIFNVIIE
WHADFSLKKIFPYYQRIIVMETERDMKYVNQFMRHEYKESTGQPASTSIFILISSG                        
>Cele_C24H12_11                                                                 
MFEYLLLLLIAVLVIIAVVMIIKFRKTPFRLAKLPHLAFKNVLNRMDINDVINMARISTNFRCKLKQANRKIFNLIIECH
EYYSGRKTAPYCQRIIVMETEKDMQYVYQFMMNKAQKQGIDWATHYDVNHYINFYCTNYKKVSKFPVIPFKTSQELTHLL
DILNNSFLIDHVNLAIDHDQLFGNFQSALSHPLFRKCNFVKLLGDDSFISTEDIEFILKNFDLKYGFLTRCLYKMEFNNK
LLFNIPRLDLNRDSVTLDDLKMMNCEKIRLFNCMFMAKQLSDDDLEFVDCSKGRDIERSDGLLATILCASDTMHFLVWHD
RFPTDPRTFFPFSDSVLIPITDD                                                         
>Cele_C24H12_8                                                                  
MFKYLLALLLTIGLVIAVTIAIILKLLKKPFQIMKLPHLAFKNVINQMAINDVVTMAQTSKNVRRRLKLVNRKIFNVIIE
WHADFSPKKIVPYYQRIIVMGTERDMQYVYHFMMNKAQKQGIEWATHFDVNFYINFFCTHYNKMNVLPCTSYKTSQELIS
YLNILNDSFSIDHVDLAIDRDEIYGEFQSALSFEIWILTSLFTKTRI                                 
>Cele_C25D7_4a                                                                  
MSTSIDELSKTASPSFSELPIELVGEVLNKLDPIDRLIAWKVSSKFQKILMVMEPGFKEIKVDFIERNVHLILDGNVLQY
KPTKTGCIVKRNNHFSSLKNHDYIETAIRDLRLIFKRPKLELHLFSVIIEILYKKEERDRLYMFLTELMRRVEPINTKTI
SFTRMHCEEMKSILSLLNANNIEKIELNFHHGILLENYLAQLEQWKNAKELCASAVFAGFYTSIENLFNFRKFEINLETF
TVADAVKIKNILLNSANFNYCKIEYSMQFVAHRFEVARLFQPSNTNGNLDYFAYKCSGGNYIIFLDDYHLEIQRENDES 
>Cele_C26E6_5                                                                   
MAENDGETIVPDEQCNLTASTPMKSSGLEQVESPKERKTSMVECDDEGNPSSGTPDESPKQLTPHSIPPRRRRSPRRPEV
SASRLPLKVLNQIFQYLPLKDLRSAMLTCHSWNNALSMEDSDIWQYLLGKKLPEAAVSDPFLLAELGSAKKKLRAWYFAW
NTSDISRNNYIRTNGFTVHRQPVAQSTDGVRGKRGISKGVHAFDITWDGPLGTVAVVGIATKHAALHCVGYVALLGSDDQ
SWGWNLVDNVLMHNGAQLGVYPKMNNPPKYEVGDKIRLIIDCDTHVAYFERNSEFLGIAFNHIPPLRLYPAVCAVYGNTE
VTMVYVGSPQMG                                                                    
>Cele_C27F2_7                                                                   
MAVQQKRRGLSFIDAKASNVKKIAVMASTVAFEFNKATLRLRRSLHISPRSSPEVQRKATAGENSEVGSPESSLSTSRCS
KRDRKLCAELSSFALYPIFGALSPSHFSSPNLLFQSEKNSSRRSFEFMQLPDTDICQIMSFLDAQSLLNLSQTCSHLRQL
CLAHEDNAGKRDVTSHEITISFNQIHRRTEVRLLKRERTRTDRQFISNNIRGVLAPFSRALTKITFETTVFVTDWLDEIL
QLHRENRLIPLSLLFTGGALTKGHQVTGADLRSITETEFVDFVTKLQPHLQEVQLSTSRIFKISTDPSQLLGMISMLSSF
GIVYERPPLHFYHEEISNAIALWKSDPLSRCCDVYMRRPHDVSSESWIKLAGSIDESRIDPYTDEVLVSQITIKHSFLVH
IDLVFHFH                                                                        
>Cele_C31C9_3                                                                   
MPAILETNPIAIRACILYEVRQKRPIFESFKNFCNAFGNDFMEYREFERWFYRFYHGNEDLDYDMSREPKTASLSELPIE
ILFKIVENLNFLDRLLLRNVSPCFRSIAEDHVNEVTNISVTSIPNHVHVCFYHESDYTDIICKRVDDDCVITKMSQYEDS
KDWKIEGVSHVTVALNYLSRVLKSPKLKLEKLRLDFLEHNKEDTQCMEELLTVLENSEPHVLNIEFEGLNFHETSSVLKN
LKNVEEIQLSMYSIQELSGIEKLVELEQWKTAKTLDISSHEDIEMDIKDLLHFQSIDVRLKSFSVQDAVKVKETLELRTS
DFRSGTFRVLNTDTRKIGKVFNPKYTDAANNTFNFKTKNSSFEITMCSKEIYVKRKL                       
>Cele_C31C9_4                                                                   
MSESIETSPIAHRTFILNDALLKLPIEESFKKFCDAFGDELMEYREFELWFYRFYNGNLDLNYDMSQEPKTPLLQDMPLE
MIEEIMEHVNLFDRVALRNTSQLFRQISDKQFGNTAGIVISILDYSFTTARFEQTSSFYEIKSLRCIARVLSDPTLDLQK
LTIKFDDDEYEESRVCMNTLVDFLYKCRPRVRSLHADRIDGFIAYDILDCLEEVTDISLDLYQPYLEGMRRVTDGMEDLF



ELDQWKNAKTAHIESTKYFRTEIEHFLHFESISVNVKWFSVDDANKVKKVLDSSSNFKSGIFEVKYCNPLEIAQVFDPSY
AGDTSGSLIYKSSVGEFKIDFSEEKISFQRQ                                                 
>Cele_C31C9_8                                                                   
MSVTLEENPIAIRTCILYEFRKNLPIFESFKNFCHVLGDDLIGFPEFEFWFYRFYKGDFDLNYDRSQETIHPTLFDLPLQ
IHDKILKNLNVLERLNLRNVCFNFRKISDEPPTQVVINTINTGMQETTFKFDCGLNHYVMICKDVDNDCIITSSCKYDGQ
KEWKVEGASVFPAVLGPFLRKCPVVDCLVLTSWTSRNGRLMSCMESTKPSVKKLVLNTFINHENYFLLKNVREVQHISIV
MVPDALEVDQLIELEQWKNAVSVSVNYLLDWNIEHFHHFQNAIIFLKHMTVENAVKVKKVTKYANLFPMISESRSEVDVT
VNAGLSGRFLVTAFPTIYHLTPLAIPHEIHTGITAIHLQETLGLLVTSGHNRVIMIWDVRSVCSALSGSQ          
>Cele_C33E10_1                                                                  
MNILQLPAKALRCTLQHCQLLDILNFSFVSKKTKNLAKSLHRFVFLVIVDIDDSVEIKIKPTQRHGQLKFTFFL      
>Cele_C33E10_2                                                                  
MTDKLASVSIENSNDRTLIELPTEMLTEIIKRVNPINRLALRKVCRILRKIVDENPGVESVTSAVDDLSLTTRNLTGNFC
VTYGIQGSGCLISSDYCCTKYIEKPRLMMKLDDLTVILKNPRQRLDDLNIFGGSDSVAVATWFRDTFNPENMLHTKKVFL
GNLEFNDVITIISTLKPGFLQKIDYASLLQHERSHEVFELEQWKQAKEVISPMSSFRSFPIENMFHLSRFWLGFPGLSIS
DAIKIRDILLKSAHFKNGIIDLKDEMTPEVARVFNPNFSAHNINGIKNKIDRFLVIIYERRLAIN               
>Cele_C33F10_13                                                                 
MEELNAFPILQLPSRSLQKTLRIMTPLNLFTLSFISKKTNSLIERLNIKARVSIRLDSEVVIIIRTDEHRDMSIYFLTDI
FRIPGALNYQRIGPPFQNMPGLIELVLSNDFVPLDQPYLPEDESSWEMPQLGPKECIHHIFKLFHTNKIDTILFWRHNFD
FYSVFTDFKDFEIGAIRRCSLSCPPFSSQSLPDLLSLTEQISFNFDSSYFSKLEKFKEIVSKNLSYLSLEDSIPLTDLLI
LNCIYLQVFGPISSFDMNLFLKHWINGSNSQLERFSMDVAGSKEEGIQQILKHIEYVTSPDNRIRNFKTSFFNSIVYGNS
KMEEVRGGMDIKRLDGTCATLTFDHNTPGDHFERVYVNMFVWI                                     
>Cele_C36C9_3                                                                   
MSASLRKNDQIIRACILYEALDKTRLSKAYENFCRKVGKDAIPQEEFDYWYYHFSNVNDNLDHDKSLDSKSTMYALPLNM
IHFIVDRVDFIDTLALAKVCTGFRDVVRIPEVDLEDFNIIHNYSVNGSDENNFSRIEYDGYKITYQPVNGGCKVSCVDQY
DDTEPKLEPSNKFIQGGDAVQLCHNDLKLVLENRRVILQSLIIDFSIEEKDLYTKCFTDITKMLKSTRSIEVEDFDALQV
SISDYASLLEIFPAGKLESLNIDPYTFDRAELETLEHCEHLSSMDQWKMAERFFGRGFSLDVPIGSFFHFKLFDVVLREF
TEEDAVKLRDMIDESSDFISADITSRVMDLPSVANVFGLIFVANEEEDEQAFDYFTPANAKFTVTFGKNDEPDEDDPVDK
FSIKKRSNSD                                                                      
>Cele_C38D9_1                                                                   
MTSTAQKPYSKTFIRSCIFYEVLQKKTVNEAYETICNTLKEKIAYKEFEYWFHRFYNGNHDLQDDNRQIEVRNSNDLRCS
INPPSDVPHKISEKEWCRKFVEYFNGEPQEPSLQNMPEKVWNEICAKMELCDRFVARKVSRILRDKIDQQEFHFNAMGIC
FEKDEARLFLNERTVNYCPVPNGCTIIYENRKIQIKGTDYRKIALQDFNTVVTKDARTFSVLFEAQMSEQIRENIFNDVL
NVLRSMNKLRVRKLVCELKNEEIDAILPYFEPKTLEVVHFFASSTDGHSTKLMDTVQLKNAKALIFDSDTCSMNIEKFFH
LAYFDVTVDLFAKDDAIKIRDILMKSDTFKYANFESDDFDPIEIANVFVPGYQSNQWPIINYTRHNKKFLLKITPNSFQV
KRII                                                                            
>Cele_C38D9_7                                                                   
MSATAQNSYSKTFIRSCILYEVLQKKPVFEAYETICNTLKEKIAYKEFDYWFHRFYNGNHDLEDDTWQIKVRNSNDLRCS
INPPSEVPHKISEIDWCKKFVEYFNGVPQKPSLIYNMPEKVWNEICAKMELYDRLVARKVSRNFRDKIDQQELHFNTLGI
CFEQDEARLFLNEKTVNYCPVPNGCTIIYENRTIRIKGGDYRKIALQDFKTIVSKDAKTFSVLFDAQMSEQIRGNIFKDV
LDVLRSMNKLRVRKLVCELKNEEIDAILPYFEPKTLEVVHFFASSTDGHSTKLMDTVQLKNAKALIFDIDNCSINIEKFF
HLTYFDVTLDLFTKDDAVKIRDILMKSDTFKYANFESDDFDPIEIANVFVPDYQSDDWPIINYTRHNKKFLLKINPNSFQ
IKKMV                                                                           
>Cele_C38D9_9                                                                   
MGKNKRTKKLAMDSGNSGTISKPSSIVHLPIDVLEEFLEKLEPKDRFLLRKVSRQFKALIDNRDYGLKRIKLSINIMFKS
CSIYFDENRVEYEDIPKLPRGTPRKWENPVLKDDCSVCLEDDVIHRVVGMTHLEVALSDMTLFLRNSKCRLDWLSVPRAF
NQSSETITRLFSDQLTNLHVKKLILREFTSTQIAQILPSFKAGVLEEILWELHDPVNIDVVQEDLVGLEQWKRAKSLIVK
PSYFKKSYVHVTTDFQLFANFSKLKAYLKFFREDHARDLKEILPKIPNFKSWTLTAPIEDPMEVVKIFRPEYAGGPFRSI
DYTAHGLIYTIEFDFKHFKVIGK                                                         
>Cele_C39B5_3                                                                   
MLLNLPLDVVNLVLEKMEPKDLLRSRKVCRTLRTTVDKFGVSFWKISCHVCKDLIYIAFDYDSCQYVSAANNYGFPTDDE
QKRYYGEDFVEIAFQDLKIVLKHVSRLCFTNDDSIDNTTCFINLLKSEECIKAQEIEFTRIPFNAVVSILPIFDSQALDY
MVLLFAKSDPIEQFERITYLDQWKNAKNLRLYVSKLETSMLNMFHFENFSIGKMSNFPVEMAVKIRDDLITKSTFHSCSI
EFDTSNSNPIDIAKTFKPEYNGGNKFNFEYSNNLYKFRIKYDFALFILKLRPSHETYSHIFD                  
>Cele_C39B5_4                                                                   
MSLPGQDAQCAKGVSLLNLPLDVVNQVLEKLEPMELLTARKVCRSLRTSVDKFGLHFNKISIYIYDDSISIFLDGIGVTY
SDARNGSSTVTYNAQKTLVDGVNFMEIASKDLKISLTLNHTSKLEICNKAHNSHIYGTSLFQSFKKCANVKVLTLIGLKD
ILTMLPYFDAETLENFQLWGADAIDEQITILDQWKNAKKFQLWNSDFDAKFISHLFHFQCFTINTMTEFSIEAMIEIRDD
LLRRSTFESCYIYFNSSNPKELAKVFNYTGGYPCKIEYNNRFAVELEESTFEPNLFEFCVKRL                 
>Cele_C39B5_7                                                                   
MPLEISDEILSKLPAMDLLSCRKVCKSLRSAVDQSGNHLNRISFDICNDFVAMDLNGSQIKYTDVSGTAYVTYKGRETKI
EEDNFMRAAFNDLASVLKNVKKFVFQNYSKVKQQAITSSINDMLENKCIAVESVVLYNFPHDDILNIISSCQAEVLKDIV
LWHRDGVELSERITCLDQWKKARTLHCRFLFCDLVPIEHFFHFEEFSIQIDNLSMPNAIKIRDDLMNKTTFKTCTISTHH



NVQSIELARIFQPDYMGDIDYNIKYSNNTGTFEISFKSSLTIRARFVIKKC                             
>Cele_C39B5_8                                                                   
MNQKRLFTLSIIQTPMTHGFYLKKETFENAYFTRIAVGNCQSCFEKLEPIERLTCRKVCRSLRAALDKLGIRFDTIKLDV
MSETLSIRFDKIELEYTDSAVIYKGRKTIIQEKDFMELAFKDLKIAMNHASSFVLQNFTRNKNEVLKSLVNVLENGGSVH
VKKINLLYLTFNEILSILPCFEADVLDDINCLLIGKVLDFERITLLDQWKCAKSFRSTYYGVTNCYLTAIDHFFHFEEFC
TTIVQFPQEDAIKIRDDLLKRSSFRRCIIWFDPGNLIEFARLFQPDFTIGDEMDIEFTSSGANFKLRRYNNASHLMVEIR
KC                                                                              
>Cele_C39B5_9                                                                   
MPETPTLLDILDVAEQVFEKMEPLDLLVSRKVCRSLRTAVDKFGICFDEIHIYLYENFIELELDRNLIKYSKAPDSQNQS
YFNFLWPAQDATIVTYEGQETRIEGKNYARAAFEDLKKAMKHVSSFYIDSYPGCDFMKILVESLKSEECIHAKEITLQEC
SLLAILPFFDALESIQMFACDEEFEQIIHSDQWKNAKKFRFEASWLHSKYIEHLFHLQNFYIYEMIDFSTQAAIKIRDDL
MRRSTFESCEIYIREAHPIELAKVFKPDYTGGDEFEIIYLTDDFDFLITCTRSELGTCNSFIFIVQSLF           
>Cele_C43D7_9                                                                   
MTTTTSFPLLHLPAKSLKHALCCLIPEEIIKFSLVSKSTKRAAESLNLQKSIYTIMIDEFVRINVECRIIKWNPSEVDLR
TLIDHTRCVFHTNEVCLLNIKSDNHDWQSIHKALGGLNCSRASLEVQSQNIWLQRIVNQFSSGSLDLFFSKSTWYHPILS
AHRLQLNLCFRFTGFSCVSCEHLRINSKMSSQALNLFLKHWMRGEYKSLKSLHGYVGPEVSSDEIFKEVEYQETENAKTA
LDRHWGLMKVSRDIYRFDGTRATFVSLYGYVDLNVLK                                           
>Cele_C47D12_4                                                                  
MSSSPVTSFHLLKLPTLVLSEVLDHLKTMDIFILRATSRKTKCAVKQSLGHANKRQSEDRRFFVLNIHARRDYFEIIFQT
LTADINLYKGGDVNRVVEIISDFLENQEDVKRVCINLYINDIYKEVDTKRLVALIVRKKISINNLTFDGKKKSNKLFRGL
FKSKAADLKVRTVHDIQLNDINLMVHCWHVALAGINLNSDHLNVLLKKWKENSSLEYFCAREMESPLEKTIILEGTNSRQ
RSEDNRFYRFKNCEFLTTCNNGKESHLTIYEHCFFLSVPFRNNILIADNL                              
>Cele_C47F8_1                                                                   
MSSFQLQQLPSLPIKEVFKSLGVCDLLNLCRSSNKSRRLVKKSLKDITFTLKIVAEEKHYKIWLKEDFSKHKARIRAENS
NGTSLFKNIRWLMHTFWVETVYLDCTNVEEGDVVKVVEYLKKEKPYYLKLYFECPMISDSLWQLMLNCEADVLIISVDRE
VKVTFDNVPLLFNCECIILHGVKFSEKGMNLLFKTWQSSKERTLQCVSLTRKLGPFWKKQANEKVVLKGIDVESVEKKRI
FKVKKDGIKKSTTYNLVKNDGELATLKFDKQEICFHTENDR                                       
>Cele_C52A10_3                                                                  
MSLVSNLFQRTVRFFQAYHSLLYSFCRREKSFHLLRLPYVPFRKIIHQMKIFEVAKLSQTSEKTRLEIKKIKRKVYKIMV
ENFIHDYPVGKKYEFQKFLIFESLNDVIFSYNGLKTRPIKSSMQTSINDVHQFINLFHIFGSQKAISLEILSPYNLASLL
YLFLNLFEVDHIDLQFDIDQLFGDYQFLLNKPWLTKCKYELVGREIFLTSEQLSKVLNSISVEHGLTLKCQFAMDLDKTI
LLNIRRLDSYFNPGFTLDDLKSMNCEELIIWKHSFTPEDINNFIRNWLNGSMQTLKRFHLSNALETRDFVIVLNEIAVNR
WDGVRRAEYYRIGIQEFDCSDGWDIERNDGVIATALFGESSFDFLVWR                                
>Cele_C52E2_1                                                                   
MSSPSFPVLRLPSKALRATLQNFAIIDLLSFSLVSPNSVRSLNIRAANVSVTLDFIEIFLVEAAGTHSMFYIKPKSHQNR
EFPIHPVCRWLNRNFSIEKIIKNFLVALNLLEVKQLRVSKEDATCGKLTGIKFKHVTMVERNRPIFDRFYRDSDSLTLYD
RALLGEQTRAIFSENVNSLVLIPSFVVDFNDLLAINATKVDIGRSFTLSNLNLFLRHFINGSNPRLKEIHVSLKGNNLED
FKTTLLNSIKYWTSSISKTYEDGRSIDGLGFLRIDGVEVTIFVDPIRHSYELTC                          
>Cele_C52E2_4                                                                   
MSYAFKLLGIANESTLTVLSLRLAFNHFVELRLEFEEYPNRSTIIYRYKEDDTQLELAQYKKILLQEKNYIDVVCEDLAN
ILKSSRFAENIKVRVDYFDSDYVDSEPFVNRVYEQFRINTTELFACTLHLQADHVSQLRFALKCFNPSKLLRLHISGSNR
NTLDLEDIVKMEHWKNAKIIELFGFIVSIPFDNFRHFDFAFCKASRISTDDITTLVKNASSASRLHTFIIYYVCLDEDVT
ESFLNNLIGEKRINQSGEEVRFIQNDLEFVHKSKGFKILTPSRQFSDGDKLWPVQRLMKEYFLSKMQPHIDSRTESSTSW
LSCFRNPVIMEHIVHGLDFYELVVLRKVSYEIRQCIEYIKPDPKLVAIKIRVETEVIYMEVFGRNNHKKIVYTPRPVVRS
DKMCQQAQMLEADIRDFSNDFYTILENQKSVLEGFRVILKPFNGLPEFREIRKLLTLAPKISLNQFMIKLLEGIIKRVVF
LPVEKMTIETDELELMARILLLSDSSSIKVIELRRRYPSGFILNEFMEQLASLAHWRNAEEFMINIFLPSSSIKTVIHFA
KVDIRLEAISMEDVLYLKEKFLLSSKFRQFKAEFTDTDVDESIFEVNFLGEPFRRIDDPTTNLPNVWRFRYPGCRENLQI
RYYQNRKIFMFNRVPTQF                                                              
>Cele_C52E2_5                                                                   
MSYAFELLQVLNNDAIRELTIFASKNDFVQLGLKFESLVKKVNIFYIYKEEDTLLGVTRYNKRLVEDKNYIDVAREDLFH
FLTNARFGEDIEICIRYNHHNEETVGIANCVYEQFKNHSQTTKNPIYARSLHLQFENVSQLHSILTSFNPTSIKELRIFN
FKRVKKILDFGSIVEMDHWKNAKIISLYGFFVNIPFENFSHCEDVTLKVKRISADDIQTLVNICSISPSSRHFHIDYSCL
NKHVTEQFLDKLYGEQQINKSGKLVRLIENKIEFVHESFCKSIYIYKISDKNDVSMETSKVLTSLPSKSAMLCLSNRLIM
EKIVRHFDFAELVVLRRVSRGSRRCVDFLKPDPKLVAMNITMKTAYIIVDVFGRYNNTSILYKYPGTRVATSFLKIDHKA
DINNLSDDLVQLLKNQKTALKELCATLKPLNERNYYNTTKMEDWQLSVDQFIGMFQATFSSRDNMLAVEKLNLTTTCLTR
TTQILENLDPVAIKTIALRTMSFLEACLQSVDVSRSVLPYSNSTKLNKFSVPDVQSINDLASLEQWRNANELEIENCVVE
CDIEKLVHFSKVDIRLRSISSEDVLYLKEVS                                                 
>Cele_C53A3_1                                                                   
MKPFVVNSLPYPAFRKFLQHLDIDEVIKLARVSHKTQLKVKRINRKVFKLILDNRVFEKNGGPARIERLSRHVMIIETSD
EVINAYEAMNNYLAKYYPAHKWSHSICHHSFWIDELRRLVNFRTDPHTYYNFNFIPYDEPKQLMKVMTFLNETLSIDHVE
IMMDHDKLFGDYKCILESPLLRKCNSLEILGRNLRLWTYQLKLLLEKIQPTHRLSIECMLSSHFNKELTAPRRTPLEAKQ
INTLLKYWLEGNMPKLRRLQVNCTGNVNSYDELLEGIDHSAWDPNRRPRYFSYGIEKLNCKTGRGFERSDGMLATFFFVK



SKTFDVTNFVVWNSRF                                                                
>Cele_F07E5_2                                                                   
MPTVPFPILRLPNAILQRSLQQMSPIGLISLSVLSNNMKQIVTMPNNKSRFDGRISTTLPITLHLNVDRNSRHHYVEYAF
QFNQSVLRIQDIRGQEPATLTKPGFTDKLWIEHVAEVLFQNKGVILSCDAPFRTYIKELLKNINVTLIAIRSSGFEVWKF
FELFPSLEKVTFTEGPIPLSVLSRNLDGLKVNTKDVPLDDALTSNSLSFAMHRNSFTMKEINLFIKQWIRGCNPRLEMFQ
ILFNDIERHLVLENVIFKGINYIEKRNRIVQCQEREEYRIERFDGTEALVWFNPNRFPFLEMTVMMNDDDDKLLV     
>Cele_F07G6_7                                                                   
MTNIGLKTPQRNLVLPTFLNMPLNVANLVLEKLEPVDRLSARKVCRSLKTAVEKFGLRFDDIDLILREQSVDIDLNGTAI
IYTNAANARRIVCRNGEKKIIDRENFVERALKDFKILSNHARNVVIWNMTEHGCGIVSSLIQFLKPEKCILVMEIELNKF
SFDEVLTILPCFEDKELKKIELSCIASIERFEQITHLEQWKNADKLVFWDSKIASTMIIHMFHFKCFRIHDMDEVPAQIA
IQMRDNLLRRSTFQSCEIIFAKSKSNPIELAKVFKPDYIGDSELFLIHFSNGNSQFDISLKYWETDSNYFLLKIIKL   
>Cele_F08A8_7_1                                                                 
MTSQRAEIGETTDKQNSMKLSKTSSPTLFDLPLNIMKKIVKKLHPYDWISVRNSNGNLRSFIDTLKLDLDIDIFIEGHRY
TIVLNGKSFRYRYRFVPYDEISNARNEPFHPVVADDERRTIYNKGLQFALRKLFNVMKLPKAQIEKFSLDFDSIGGYEDY
VHNERLRSSLRTIDMEFGDAHCFRAKSVSLSGFKKPRAALILSSFDAGTLVKFEIMRCIFNDIRPLTCLEQFKNAKQLRT
DLNICSVFGFTVSDLLGFSSIEFTSPEVSPNDLKELVNSSTKLETCVVSKQLDDSESIAEEMLQEFDPTFAGKTGTINYK
ANGFEYVIEVTEERVKIEKKLG                                                          
>Cele_F08D12_10                                                                 
MATRFPLLLFCLPEKNLRIVLEQMRFLDLLAFSLCSKITKAHTTQLKRNIKYIALDASSGVSIRLQLPDREQINLDVKTD
RFDRCNLNFWEIANVTYRQPTRGYQQARYEQEFCWKKNGFGLRDWIDHTMEIFNLPVIDQFYLSGTVLSLADTRQIGEAL
NGLKVTSMDFWCYTEDRVYNIRRNLETVGLIFAHPDSEHFSKLSTQKILSENQTSVLHRSPDFALMAEMRYFVDEASYAC
ITLNDLLVSNCTKLIITDSTLKSEELNIFLKHWINGSIQTCEFLKLETSVRTQWNMETVLKGVAHKTASKVKDGAPGARD
MFIIPRIDLPNLSLTYIPYDGRYSVLTIDARCG                                               
>Cele_F08D12_11                                                                 
MAACFPLLRLSSKDLRNVLQNMGILNLFSFSLCSTKAHVKLLNSTIQSIELHLSTGIGIAVWSPTQDRIELVFEKDQCEL
AKVVMYNALGHLKTRSFWEKTGFGLRDWIEHVMEIFNHSAIDMFRIVGSRHAESYLKRIHKTTDGLEVGTMEFVYWTEER
VHFMRRTFQPTDVSLTFPDEENFTPKSTQRILLENQHFLMYRWADSEPRFTLNDLLAINCSQLFIPESTLTAKDLNIFLK
HWIIGFIGNLNMVQLKKHDGRMWSLEAVLNDIDYTISAELAEDIQTVVIPRYRLSELFLTYTTPPNMGSILTIYRCG   
>Cele_F08D12_6                                                                  
MATSFPILRLPNKIIRNVVENLSFYNQLTFSLCSKATKSCVTPLRHKIRKINITVDHPLKIHIFSSNSVMTYLSFYKYNF
DLWNVQSCGSIIATEFDTNFFGTESVREIKGFGLRDCIDHIMEIFNHSKIFEVHINGVMGIQNLKRVCEAMKGLTARKIF
LKNWTDEIVQNVICSIQHKGISFNKKLISNSSSLNHEILVRNFFSFSASFPEHNFNLNDLLIMNSTHLRIRSSQLAFEDL
NIFLKHLKTGLNQTLIGAQFLKIPQGPAWDDVKVLMNGIPHSRYRNSKLVSQDDNYQSGDCCMINQDDERRISLTWKWTQ
HDGSIEIAISCDSVTVPKTMLENCINNDQHKKITYFSLFPERHLMPNHKIHCLNLGSVSYELPGRGKNLQLDDVLLMNCS
KLCLFPCKLSSQELNIFIRLYIAQPNRQLETVELHRTNEGIWKVEDSMKGISYSIWNKNPGNNHKLEKRIKFTQNDETMM
HLDWKLDSIRCSTVITIE                                                              
>Cele_F08D12_8                                                                  
MATSFPVLCLPNKNIRDVLQNMSTCNLIAFSLCSKATKSHVMHLKNDIQQISIKAFLSIDINILSHNQEVTSLVFFKKDY
GRWNFESCESVTATETLTPLEPESDRVWVKRGFKLRDWIDHVMEIFNCSRIHEIYISRIGHEEHYISLSNAVKELKTETI
FFSFCSDTVVQSVVANVQSNDISFNLSFNIEPSMQKHKVLTRHFERVSFSKDDTREALTLNDLLITNVSQLNISAHHLSF
EELNIFIRHLISGSNRRLKIVGIVCAEATRNMQILLKGISHSVYSAELKIVARNENDYQLGDTIYVYQNCGRRLAMQTYL
FEGVEKIVMRVY                                                                    
>Cele_F08D12_9                                                                  
MAARFPLLLRLPEKNLRIVLEQMGFLDLLAFSLCSKITKAHTTQLKRKIDNLKLHASIVVNISFRLTNQEEIRLDVKTDR
FDRWNLNFCEIANVTYTVGYQQQFCWKKKGFGLRDWINHIMETFNYPVIDRLRLHGYMFPLANSRQISKVLNGLKVKNMD
FWNYTEDGVFNIRSNLEIVALTLAFPDSEHFSELSTRRILSENQTNMIHHSMPFMAEMGVDRVLYSCITVNDLLVNNCTQ
LTISRSILTSKDMNIFLKHWINGSIKTLEFLELQTYVQTQWNMKILLKDIDHKIPCRVENGVPRGAKMFRIPRIDSSNLF
MTYIVHDDRKYVLKIDARCG                                                            
>Cele_F09C3_4                                                                   
MKQKRSSSGLKKRIFSTFGKASEERPSLLLLDLPIDILLAITKQLDTETRMIVRKVSPAFRDIIDYQGSGVKTMKIGKDC
ITIDWKRIEYREGVHCSCLIIYQGHIKTKIYESPQSLMFQDLSILLKSPRIRLSWLDLAPISCTSYNWTGVDVNSIVKIL
EPIKSRHIERVYFQDINYAEVVLILQKFKAGFLREISLDSEQINGWSIPQIGGMVHLEQWKRAQHLKIHSFVNLDPLINH
ISHFHTIQLLCQSMSKLQMLKWKEIINTSKTLVKCVLRGNANFAGLARVFDPAFEQAYGNISYVSADEFNCTIRFMPENF
CIMKLK                                                                          
>Cele_F09C6_2                                                                   
MSEICSKTQHRTIISPTFLDLPLDIFDLILGRLKPMELLKSRDVCKSLRSAVDSFGFRFDSIDFHFQDEHVTIVLQDDGK
RELQINAEHFTKSSLRILLKHASALNFYDETMDRYDVIGSFIKILKSEQCIKVKEIKLSRFSFENVLTILPFFDAQELQI
IDLLTSVLASHFELITHLSQWKNSKSLNFPRNIDSKEVSHMFHFENFNIKMLNFDTQAAVKMRDDLMRRSTFKSCSIVFN
KFESPSNIELAKVFRPDCTGGYKRYRDDTGDDEFAIKYSNDHLYYFSIKCEYGWQYEFTFSVTRLFSDQFPMF       
>Cele_F09C6_6                                                                   
MNSRTFLDIPLDVFDLILEKLKPMELLISRDVCRSLRTAVDRFGFGIDEIEVYFRDENLTLKWKNDDIWYFGAVKGGTIV
LYDDGERKLRIEKKHFVGIALCDLRIFLKHASMLTIYDYLKDRQDFIESFIEILKSDGIIKVKEIVFFQVSFKDAIAILP



YFDAEVLDLQTTGSINQFEQMTHLSLWKNCKTFKFSRYVDSKLFSHLFHFENFNISMLDFNTQIAMKMRDDLMRRSTFKS
CRIEFDKWNLIEIAKVFKPDYAGGNVFKIKYSNNDYTFTIKCKPWHGMAWSNKFTVFVRKL                   
>Cele_F10A3_2                                                                   
MIPTIFGTTKTLTIYDLPSDIFNEVLDKLEPIERLPLRKVSQIFRTAIDNRNHGFKEIAIGIYDSFERYSTLRLDEKLIE
YRRDYDDCMVKLGSRKCTVLNENFETLALKDFFEILKQKTKLELVQINLNVNVTKKDFRTKCFTNLLSTLETLKPVKAKC
VIFELHPSEVAMVLPCFGELELIEIFSTQARYKLDELIYLEQWKMAKRFKGVSYCDAFSIPVESLLHFEHFDIHLSTFTV
EDCLKMRNGLKKSGNFKSGRFRCQKLNRTEIAKVFKPDYAGEPSLEYEVNNEMFIIDISYGSLNIKKNNF          
>Cele_F10A3_3                                                                   
MAELEPEGASINKIKQSLFVNLPADVINEILKKLTPIDKLTLRKVCTFFRDTIDSKAYGFKIIEFHLLFDWVMLVLDKEI
FKYASREQHGCWVSNGLNEHHFQEEYFLKLAIDDLAVILKDQSQKLDLLEVCVCDRATKRSRDYFFPALLKMLVTVDYRK
IEKFDGDFPEIWDIWKKYQDTVLSSNK                                                     
>Cele_F14D2_13b                                                                 
MADKLANVLDSIKISSAPTLIPDNLDPINSSDDSSLSDLSMETAPETFFSEPPTLSDMSMEVLGKIVENLDPFNRLSVRK
VCRKLRDAIDSTDPGFKTVEVRVTDDMCLLWANSQSSFYSMTVSGGIIKGTKRSEKSEFTSLNGLLDELAVVLKNPRLQL
DKLVIYATMEQGNIVKWFEASNPIHTKMLKLSGFELSDFIFLLSRFKPGVLEEIDISWYLHLANTPFTRNYRLTDLFEME
QWKQIIMNIPHFKSGVIWAHQSIQPEVARVFVPVYDFGYLRTSDIKEFHGDEFLLTICKEFFKVEKKNC           
>Cele_F14H3_7                                                                   
MKNVTRVGKIITRFKKINLKRPISTSVVPKPESSCEAKFEDDFCNSSLRLADLPVDVIFHILDKLPLIDKNIIRHVNRNL
RRIIDWQQLMYKEVTFNIGPMASQLYFPGKEYESNMYEQRKNNCVILIRHGNKTSKRMIQNKDQRELALSDLFSVMSRQG
LEFLNISFSHHETIQERENTYQRIKHYFSLMKCPGVKSLSLGGFKLQEIPCILSALKAGTLETIRLAYPRNLRDVFDVVR
TEQWKLAKEVIIDGRCDFNSIIDHLANFSFITMEFSFLTFENVLKLMNVLNDSANFKFGTFYGTLVNKDSFMEIFELGSN
LKIDFTNDEYFNIQRKIIETINICVVASAMCIAEPGMTNDGCDRQRISCQGSMACVIISYTATLVGGGTAPTGNGPSRFA
ETTFDCQSDGVWQDLDGNRATQVTATVDQSTC                                                
>Cele_F15A4_2                                                                   
MPRYIVRPFHLLNLPTVVISEVLNHLKNIDICILRTTSRKIRTIGKLSARRKQTYLVGHRRLDLTINARFGKFKVESGAR
DGTVALYAGYDINRVLDITSDFFDYLDIYIYLYIIDNHSDKDAKKLVEVIVTKGIYVHYLRFDGEQISHELFREMLKCDV
NELRIHLRTQHTVELSDIDLMVSCKCVALTRITIPSDYLNVLLKKWQANRNLTFFSASGMALTLDKSIILEGTNSEQGSE
EYNFYIKCNNRKTALLKILHNSFRLGNVY                                                   
>Cele_F16B4_2b                                                                  
MLRRRIHEILSRKFPKWVFEERLEPLDWSFLPVEIRREVVKHTDFQTRCRLRQCSLQDQQIVDSLLIELPFVRIETDKNY
VSVLICESKTSILRIDLAKRKIRLRKKFVMNISDNILGKNAKEVQINHEFDTIIESLLNAISRINVSVSSLNLYIKYPID
AVINYLDVQFRQQTGPKRKTKIICSGMEFLMGQVHFLPVDEVRVINDLITNYEEGRMMLAGKKYNVSPSGHYAEIGETAF
WKPTLLNCNLGALIAVGFSMGIIWKINTEMECYCIPGLDVPEYQEYCARFEGQITEYRNTRVLHIPVPETTRKLFVLINK
CGVVIQKANIDDVVHIPKEKCILDWTCSTCDKTIESWYFRSTLGMNE                                 
>Cele_F17A9_1                                                                   
MSAALRENELIIRACILYESLDHKPIEESYENFCRKVGKDVMTFYEFDFLFYQFKNGNHDLYHDRSKDPKQLMLSEMPID
VMPDILKHVSGGDRLAVRKVSRNLRHII                                                    
>Cele_F19C7_3                                                                   
MKIINALFTYLRIRSEVKPFKILNLPSVVLENVVNQMDIHLVIKLSKTSKKMHSNMKNAKRKIYKLIIDNHHEYNIKNPW
PSLVQRILLFETKSDFLFVYRQMCMRKDITSHLAKYTVDFWIEWFYNTTKLDNIHKKSIFNFNNSKKCLTLLTRFDDLFS
IDHVDLIINTDKLFGRYRSTIRHPLFRKCDYVELVGRNSFLSNEDMYFVLKNFNLKNGFFTDCKLSNDFNMAAMFKIPRL
CIFHAGDITLKHLLSMDCKVIKLWRHQLHPQLINQFIYHWMKGAMPNLRRLRLNLFCDFRRIDEMLNGVKRSKWDNKRRP
RIFCDGIERIDCEDGKDILRNDGQLATFFCKNDTVEFLVWHDEKL                                   
>Cele_F21D9_1                                                                   
MHISKLLGTLYFRITFKEKPFKILNLPLVVLKNVMNQMNIRSIFKLSKTSKKMYKKLRYAKRNIYKLVIDNHFEYDVGNN
FPLLYQRIIIFEKKNDFVSVYRAMCKKKSSDPSTLAKYSVHFWVEWFYKIDKFGERKLVNSVYKYRNAKKCWKLLTRFDE
LFSIDHVDLVIDRSKLFRFHTTLEHPLFRKCDYVEIVKSYSYLTNNDMQFVLNNFNLKNGMLVKCLFWKDFKLELLFKIP
RLDIFNAQQFTLDVLIKMDCKVIKLWKHELGPHHINQFIHLWMAGAMPNLRRLRCNDFCSPWQMDEILRGVEHSKWDGER
RARIFCDGIERINCGIGDDIVRNDGVLATVFYINRCVDFLVWHDNKF                                 
>Cele_F22G12_3                                                                  
MSVVSKTEHFQPFRLFNLPTVAACNVISFMRIVEVIETSMTSSKARKKVKSLINAKLWKEIDICPGFDSNPIIQLVRNYD
VWIISFGIKRYYPDTLSCMNYYRLLQTNLEDKTADWKMWIEYLTEFLESPIVELSMDISELKDKQQSVIDWIKSRQRSIE
KLSIYGENVSTEDFAIVENNKGFTKEFLFEMETDENFHSDFTFNGKSLTVYKGKWFKLNQLLNSDCAEIYIVNSLSDSEW
NTFLRKWINMESNLNLKRLEFDIPELQSLFSILLLPSESVASIATNAGMNMIENKFKNFMVIRRNDGAIGVLGIRWTKGH
GSKVWTLSLTVK                                                                    
>Cele_F28F8_4                                                                   
MSQIALRDSYSLSVTSNEATVVEIVEDLDSMKLSGKKPPSFSDMPLAVLHNILDHVKPIDRLIVRKVSRRFRDTVDDHDP
GFKAMVVLTGAREDVILKFDDLCVFYCRNGAGCSIKFNKHGALREKKIKNGSYLKLASADLKMIINNPKLRLESFELDFV
KIPYTADQKANMEVVQMLLKSPKKLDVEKLKIVGFHQEQIPMVLQYFERDHIQELNFGGAVCLGHPGRYAELKQLSHIQI
QSMKKVAEQDAAHILELLKRSATIKSINITSCFGQDFSEAVKILQPNFARRPSGGTDFSINGKEFHVEFNVQNIKIEKKV
R                                                                               
>Cele_F28F8_8                                                                   



MKLSEKTPPSLFNMPLAVLHNILDYVKPTDRLVLRKVSRRFRDAVDDRDPGFKNATILIKELGEIVLKFDELCIFYRRSN
VGCTLKAYNFSEKTIKNGHYLKLASTDFKMIINNPKLHLESFEVVLGPDFEGVDRKKTSEIIRIMLKSVKKVDVGKLTIT
GFIHEEIPMILQYFGSDNIQDLKIDDHICFDHIGKVVESNHWKKAKSIHFIWKSCLCPVFMHLTHFSDIQIHMKNVSVHD
ANRIIQLLQISANFKSLNITTCCVQDFLLVVKVLQPNFIQRVFGSGSTDFAINGKKFHVEFDLNNIKIEKKIR       
>Cele_F29A7_1                                                                   
MATSFPILRLPSKSIQDVIQHMPLGDQLAISLCSKPSKSAVTRLNHDPLYISIDVSDSIRLIVDFQRADLNMQASLTFYK
NTVGQWNLQSCTTAIAAETEVVWEMTGFRFRDWVEHVLEVFKCSRIHTVSVYRTMNEGNCINASKVIKEFRVKTIRLAAC
SRSLEEKIVTNIQCNDALFVSEPSRNAPMPAHEVLLQNFKSASFASISPGFQLTLNDLLIINSSLPKLISCQISSKDLNI
YIKHLINGSHQMLENIQLIQIGGTPWNKKIAMKDVPFIVYSPQFEHVIRGGDWENENYFLATRNNGKSLGLVWTFVEESC
HIVILDIHGAVGLENCKKVCEAMKRLAAEKIDFSSWSNSIVTTALGNIQYNNISLNEKLNWESAKESH            
>Cele_F31E9_3                                                                   
MENLAESISSIELSKTNTMAILDLPIEIMEEVLEKLMPEERFVVRKVSRQFCLLIDSKANGLKNIRFHCFSVGNDQHCTI
DFNHTYVEYKNIFAKVATKEEQKEIKKLDVKDDCYVALGYNPKSWRRLKGTNSFDVAMTDLAFFLKNPKTRLEVLSIHLS
APTDSHDCCSETITNLFSTQLSNLHVKKFVLKEFTSSQLAKILPSFKEGVLEEIHHQMFQSESSQLVFQDLVELKQWKQA
KCLTMKPAAHETYDVDLSTDLMLIAHFPMLKVRVKIFTVEHAKQLREIFPKIANFESWIIKGNITDPPEIVKVFLPDYNS
YPEGSAKYIADGITYLIDFDTKLFIFEKSYYD                                                
>Cele_F34D6_1                                                                   
MSIWLPLPGNQQVFIDLFLHQDAFCARYNTIRRIRVYIVSSLCAMAPFHLLRLPSVALDEVLKTMCLLELIQLASVSKKI
QRFIKITLSTVPIDMVVAMRQGNIILTLNAGATAQPLEFAIDCETSFGELRDLQIDGIRMQVRVDTDASNITNYMIHAAT
LQRLLNHFGKMFKDLTVSVCDRDNDRDKWHYLTKFFEKYKPKIDDMSLYDNGAKTELTIYKQFLAASKTARKIFIEAKSE
PAFLYDPDEKLLVTNHVNVNITPATWVTTENIKIFGNCCSLILYETQFNSEDLNMILKDWMEAPASPLVVLSLEAAESID
EDLVFKDLPVRAIEDEVVKGFMPREPTETRYRLGEHAAIFIDDKFLKFHNLSKMTNYN                      
>Cele_F35E2_2                                                                   
MPPAKTKPKFPLCRLPSESVTNVLKIMKLSEIFNLSETSLKARSIVELAMQTIPSHLDLQGFPSKNYKLTVENDGQKVQV
QFPHATDALTNFKQKLFRICKTFQIKTASVYFSCPVEAHIIELLGFIKKRKVQFQDFSIKGSVTEQNFKFFMTIGAQRFH
LDMSETQPVTEVFALLKIQEVVLQNAAISSQMLNKVLKAWKTTSRLKKFRVIKNWKMDTSVVFQGLHVKQKSRSDTKKEY
EIDLDGGGKATCCFKFEKGSSTNGFEFIVIN                                                 
>Cele_F35E2_8                                                                   
MAPFNLLRLPTLIISEVIRSMNALELVGLSETSKKSQILVKTLLKNSQFHMRICEHPAAIAVCINSKTSQSRFELRHNLD
LAFLRIKFFLDIFNVTTAGLLFCNPTEKSIRDTLSLLVPINPKFISLSISEMESMSESLFEYLLSIKACRFIVKLNSFHE
LTPSNSNLLLDCVYVKLRNLAFPDQKMIEVLKTWKLGCNLKSLEMFSSDYTCDFNELVKGLDTQIIDADSELKCQIEQAN
GRIGLLTFEIWGHLHLKVI                                                             
>Cele_F36G9_14                                                                  
MLGDFPIKVVNIIMEKVDPIERLTIRKVSRKLRILIDQISDLFETIRIDIENTLTTIYLNNRNIFYKENGIVEFDGKRKV
IEGELHTGMALNDLKIILQNPNLNLQDFTITFYVNGDNSKIRETYLKIIQKFWSTLICIKSQRSLIGGFTFGELVYVLPK
FKAQKLEDLRLDMCQKINDERYINELVQLEQWKQAKSVEFTRNYLLEIPIRNLIHFSRCELTLKNILTKEDVLLIKQALH
NNPATIESLYFGTPISDPTENLKIFEPLHAGGEGSINYEIGGFQFEIHFYSDFLHIKKKYKNIYEFQ             
>Cele_F36H5_9                                                                   
MSSFSLLRLPSNELSKVLRHMDPIAQFGLSLLSENSKKLISALKIFDRKIYIEVQNHVHVILDTHNCSFGFNCGTTDRNV
GIEIELFRGIEKFEAS                                                                
>Cele_F37D6_4                                                                   
MENVTNFPLLQLPSKTIQVVLSIMSPFELINFSKSSAEAKKVVKQFANAKRRELYKFKVCIGLIPFVAFV          
>Cele_F38H4_2                                                                   
MQDGESNFPLLLLPENAKKHVLRTMDVDFLLSLSFCSKRTKHIVQSLKLKFEHFKMDLLGKTKLMINFRSTTILLVFNAL
YGDKAWKDVFRTVVSTGPPNARYYNTNFFKSFGWERKELAVEDTIYHIFDILNTNVIDVFLDCNNRNMFFFEKLSQTFRE
RNVRRISLGSMQNPIFNSFSYLENSLRNQFLELEGLAYLRELYRTLQEEHKILIQNFNYLNPNLPSTGKMTLNELLLINS
SHITLTFNEMALNEKSLNIFLKHWINGSNKKLDYMYLSGFTQLGETSVAIEAILKRIVHKEASHDRLFKKFYDPGSNGNI
GDNSSSLKHGFDIISNDGTPATASIRISEGVIYFQMKVWDQ                                       
>Cele_F40D4_12                                                                  
MSHAEKLIRSTLPISQIIVKLNGEHPSLMLGDYNPYNTSEEQLFKVFYHGKTDDTWITYEPRQPIKIKDRGCIDVLCDDL
ETLLNSESEQLDKFSVKFCICEDEEEEEGLMRLQKVYDRIGSMFKKINSKLVSLAVDNINQVRELHVCFNSRALNIEFEF
IYDRYETPAITFRDILEFEQMKLIKSLCVRFKVDNISIDDLRAIKKTAISFENECVVVLYNSQGFNIDEEGLNELFGPPL
DKFNDLTCRSLFDGVECDIYDTEIVIQQMKCFRLSNEYNNDDKIGSGLQVLMTDLILRNILQHVGLTTILALRRVSWGVL
NCIDRIKPDLKIEVLVIQMRSIDFLIIEVLDESKHNKHSYQTAHNEWYNMLCENGDLLSLRDNLHPIYEFYYFANATRFD
ADAEPNASPVLTKRWTRKELCEWFERRANFSNDLRRNLVNQRSPIENLKLTLPLFGDTWHYFEFDPMIPTYTEFLELEEK
IRHCELCQETENKHRNEFRKLLQKYRWNFECESDLIKQESYVQRVDVFIKYFGDNLKSIGHKIQVKELNMQACNQNTVMH
VLPYLDTRVLRSISIQIPVQKETKVPCDWIEPLEINEICELEQWKNARMLEIEHVINTTGMKHLGHFSEADVKLTRMTTE
GILCLKAEFLLSNNFEKFKASFETSDIDESIYETEYLGLPFRRPINPRTNQPSIWYFKYPGTDDYLHILYYEMRKRIVFT
RVKASSVPMNLVA                                                                   
>Cele_F40F4_1                                                                   
MNILQLPSKALRCTLQHCDLLEILNFSFVSKKTKQFAKSLHRNVSVVEIDINDFVEVQIWKFEVTQRHDRVKFTFFSNMH
RSLPVEDPQFFMDQLIHNGVIDGPEKMKKFGNGEHLKIQSSTTGRVIWMSIPSMGLRKYVDHLLDVLNRVKLDEFAINKD



NYCTESICDEFRDFDIRCFMNPRKMSDSLFHQKIMRHIAIFGQVAIDSNQLNLFVRHWIKGSNPRLEYFQIDVPKGMSVE
DDLSVILDKVDFQKQPDSFVRDFPLSVQGYDQFIPSFKNRIIKGGVDIKRANGSIATLKYCITDSHLRIRMFIFNDDNYT
>Cele_F40G9_9                                                                   
MSSLSKFIYTTSSHIKANYLFVSTTILAVEIILVITYNVIKAKIRKMRNTRVKKLHFIKFPVVVQKRIFNFMNTRDVFVL
SLCSKKLAISVQNCKSAQQYMTQMCYKTFVRHQHQFVIENEYVLLLVPDLILKAGLWFWCKDFELEGVRFRVENGPDGSL
ILWSINSSFKTSHLAIDKRLRSIHRPTSEIHLNINSKDFTTCLPHIENINYAFLKNTSGINRRFKSADIEQLNMKNLVIC
NPIDGRFENDSGILNLNHLYLTNAGSTIDLPTWQFNGRHLWLSGANISNEDVIHCLELWQSGAAFQNLESLLIRTEKGYP
LEPAMIYNQLDANPWDSDRRPQYYVFDENVRYFNFSNNCSKMDFARYLDIEGIEKMASIYIMPHCLELYVWKL       
>Cele_F42G2_8                                                                   
MQIVAPTLLNLPLQVAEQVLEKLGVTDLLASRKVCRGLRSAVDKLGLPLNSIRFQNWKDEVRMHLNGIEEIKYTPEKPVD
TIVAYNGLEKAIPGENFTRIAFKDLEGLLKHAITELSLYNNRDILENSFFEEALRTNKPVHIKSLRLYDFSINGIFKLLQ
YFDDQVLEDLEIFFVESNNGFEKIRSLDQWKNAKSFTFWGCAFDIKEIEHLFHFEKILITANKFTVRDAVKIRDDLLKRS
TFRECSIYFEGYNSNPIKIAKVFQPDFTEGDNLWSHGSNKFKLHFAVHMFSCCIVN                        
>Cele_F43C9_1                                                                   
MSMHQLPSEMLRSVFQNVNSQDIPKLRSVCQMFNSVIKENYCYLPRVAYLVKIYSVNGEIMIANMKSGDINGSTQNLFDF
DFNHWREIGIVELEFEIINECDSIKVAKAFTLILREMIRTRQSQLRKMVFTNVRLSADVATEVKQLFDIALYQCENVTVE
NSNLPISFHSDSLKSAKFDHFRWISSTGSKTLPSDIILRKLQNDMKNAVNKRSFLAEMDSVSVEAACDFVEEWLRLPVAS
FFNLSFHNCDETWKTRFLEECERRHLTHNYMEFQSRTHTNSHVKISFSQDASTCCIWPVFDVPARTTGQSVCYARYFRDF
>Cele_F44E7_6                                                                   
MKFQIHLFLDTSPALRSLFQIVKMSDQIDPKVKCIVMDPRALRICVLFQHLQGIEVFNAYKAMSKVFGDHFMEYRHFEYW
YMGLANGSLTVDSYDRFHTSERKEFTGLFTDVQAMILDKLNPIDLFAARAVCRDFKDIIDNQKSTLKKIMMNLDETRVDL
ETNNSQIRGLNLDCFEVNIMVWMDEWYRIFLAIKGVLESIGILSAKSVLINWDDTYEIAELLQHVKPEVLEDLTIKCLGS
ERENLVGLEQWKKAKNLKLSKVPHFSIIVKHLNHFKSMNFDFVGESFSRDDIIKFRDEVLLKSTNFEYFTSENVKFSARL
LVKVFDLHSTPSSSGSIVYKSKNGTFDIAYHPNGFTIKKKIDSNH                                   
>Cele_F44G3_12                                                                  
MPITLQNSEIALRACILYEYFDNQPIETSYKNFCGKVGAGAMSFQEFKFWFERFQSGNHDMDEKLESNNLPQVNPEPFEF
PSLSDIPEKISEKAWCIRFINFMNGVIPKPESISICELPPKILKMVFEKLESIDRLKIRKVSRLLRSAISQNYIGFKEIK
IEVKNDWICLHLDDFVIYYGNLSDSCSVNFKRCKTIIGNSDYMALTLMDLAALLNCPKIILETLQLNLPIELDTVNRVGF
FISLQNILHTVKQISTKKIILEELYGDEAVSFIKCFEAVDLEEIYLQRVSETKYPLKEIVNLEQFKRARCFVARGTSYSI
PTEHLFKKLTYFEIQVAVFSKQDAVNIKKMLSNSPNLQSCCFHFSRSGITDLATVFHPGHVGGEYANLIYKTYNNIKFVI
NICTKCFKITRK                                                                    
>Cele_F44G3_14                                                                  
MAETLQNNKVALRACILYEVLSRQPIYNCYTNFCNRIGDDVIGYREFEFWFYRFYQGNHELDSERSLHVALSILDLPEKL
LHKIVDKLKNKNRLIVRKVSRKMREVIDTHNPGFKTLGFFVKKNYTSLLVDNMEIKYSSVGRDCVLKYGQKTKTIIGAKS
VDVAFNDFGIIMKNPALRLEKFPIQLSVDVEQTGTYFSTLLDVLKSSMSCLHVKKFHGTDFSEEQLLLVIPFLKAGYLEK
IELLSNEPTDLEKIAKLEQWKRAQVFDSFWKSYKVSVEDMLHFREFYVIVPCFSKEDAVKLRDLLTKSVDFENGCFKFPE
TNIIEIVRVFILDYEGEERAKIDYNENGTDFILDFSTEHFRLTKKKIVDSD                             
>Cele_F45C12_14                                                                 
MTSAFSLLQLPRHAQTRAIGHLDFGSILSFSMCSEDCKALIQDMKIDSRKCKIVVLFSESNRIALHFGNDIADFQDFHSS
QLEPTETVSVVFSTEQLYNVASGKWKLPVSFGSWKILPFIQHFYSLLGRPELNLYFRGPEQHPRQLDALENVFEDMKISR
MTLNRESIDFSNEQKTLFDKLLVPVTRINLFQTVAEKFLKSGHKVLIKNHDHLGVSDLCLNDILSINSEFVSVQNYGGKF
TVKDLNLYLKHWINGLNHKTRYIEVASLLISKMSRPAFFKAIFCGIEYAKTREYVEAARYKDSLIKYHGQREMTRGFTIN
RKNGTTAYVYFHITHPLVSSFHFILAIE                                                    
>Cele_F45C12_8                                                                  
MHPSAVRLLKKSFDNFCRKVGNDVMPYSEFDFWYYRFYNGNHDLHYDRSSDLVPRSLSNMPLHMINEILNHVNIFDLLSL
MKTSRSFQEIVQDKKLYIDSVEVGFYEGQYSRMRYNDRYEISYQQEKDGCALSYYDYTTSSYEVSEIFVVGENYVDRCNE
DFKLMMENQSVQLDSFQLDFDDNCEQGFRDKCIDGVKKALKSSRRVTSKSVETDSVPFPDIARLVASFPAEKLENIGFDG
FESEGYEQLIRLDQWKRARTLRAHSKMTVPFEHFFMSSVSKFISRNSQKTMQEHFVM                       
>Cele_F45D11_12                                                                 
MAAVSFPILRLPESALQESLKLMSMRDQLAVSVLSKKTKRLITSVVNKNQAIEIRKYLNNRYITTYVDVPGFTEKQWFKH
ITDVFFRNPYTFLKIRYSAGRSIEEVFEYTKELQIQGLKVEYSLIQNCELLKLFPSLIYLTVYGQDPLPKSFLNLSLEGL
ELYYIDVTLDELLALNHSEFALSTQNCSDNDIPAFSIAALLETAVLLETAALIFERVFFVFRSFN               
>Cele_F46F11_6                                                                  
MALEEIMDFEEEEAGWKHLPREIRRNILTRLPFPDKQNMMLVSWENSQICSTLPNKLHELGITELPSTAKTILIMKWKNE
IGRVVSRMVEFRGTSLRQTECPDHTAEAMRAFLRIWRFSKIKSIVIEIPCFEGLSSIWEEGMAEVKTNIAVRSFNIRTND
YRLVTKALTAPKNKGQDISLLANDHGGMETAVFDIDKFKYARSVILWSLVSNIQDHQLYSLSAHNIRLHSEFITSNCIAK
MIQEWKEGRRSLERLHITSPIIDLDTIVRQVLGVCWKNMTDICSIIWREVDEEGYSYAVRGPTYDIPAAIGIIPNQDGVP
TFIFRIIRMTHEMSRIVYERCSVQCPNMVSSEDLARQQQRV                                       
>Cele_F47H4_2b                                                                  
MSQDDLVVNRSQILQSSIDQFDASQFVDVRLEIGEDQIKLILETETTLDSGEVEVKNVWIAYRERDNGCVIENHDQQEFV
DRLEFFDVSVLHLEHALSTMDVLKKFSLISVEKSQDKKIPTDQDLRTNSIFLEILSRMLASRQKPLKAHIFEVHLWQEPF
NNHAAIIMSYLKPQFLYSIILSTPMPGIYLNLSTFVALEQWLNGKEFRMINFLTYLELDAFFHFTTIKLGMYHGTYEKLT



ELKNHFLKHETPEYFELNYPESFDNYRLVKSSDMSRKREHVKYKPNGDLHSMTWYFPVGDGEELDVLVKYRPEGKMGHHF
LFKRVSASVKLQGSQGGDAEFDALANRTITGSVILPSIISEIENAKDHTVALIIDGSEIRIRLELGPVPYSTLEAMGTHL
SRGYTTKEITYKPKGEWCIIESDRKLEVLQSSVYKASVVHLECLLRYISVLSIFTIESRSVLELDDCEENVLQFQKNFLE
SVKSMLRERNTLLKTRLFHVRLCEKTTNEYLRKIMACLDPQILDTIILNGDEGKLECGGLFTLTQWKNTNVLRIDGFYVD
SPIPEFTHFKIARFFQILNANCCLEINFKEYTDTNEIRNNTNNIDPQEVFGYTDHVEYKDSGELYRKVWYFPYNPNRSYD
VRIEYCTSGAYAFQFEYVDAEMKNKKLDTGFKLLYLIPTNYQAMKRIIEKCSVVTILSIRKVCKGLRSFVDTRCFEFPNK
QLSIVIDGGNCYLKIVTPDENMLLGYEKNAIGCSFWADPAIYYNSDYIQTRTITGDTPLNVCMSDLGSILKHHKAPMDLI
DFNLRAIDDVVILTEIIRETLMPEEKRLKVNRVFFFGIDMKMMTRILSYLDEKVLNAIVLMYDAESRNEGEELDTGRMVK
LAQWKNAKQLGVDRFAVSFPIESIGHFHKVKLCFRQITIRDLLYLKEIFMNSSVKREFDIQSRSFDAEKLNETFGYPYTV
TENKVKRKKWLFKMLVIRHAVVELDYLERIEGEREITCFKFTQYKVPQEIFDNIPW                        
>Cele_F47H4_8                                                                   
MSATAKAPYSKTFIRSCILYEVLQKKPVFEAYQKICRSLKERISYQEFDYWFYKFYNGNHDLEDEISDEQSLVNPLLDMS
NNLSEKEWCRSFVQFFHGLPPRPNKKPAFSLQSMPRKVWQELCSKLEPCDRLVAKKVTRRFRQTIDEQDNLFNTLGICFE
DDKTRIFFNEKTFHYTSVGNECRITLDLFTKEDAIKIKDILTRSDNFKYANFESGNFDPIEIANVFIPNYQSNHWPIINY
MRHNKKFLLKITPMTFQIKKID                                                          
>Cele_F47H4_9                                                                   
MDDFFGKKLPSFFSELEESAKNFVNTLPTTLKNLPVLLPTPNIGISSVVSTERIFVNDTPITPRPLFRVAVTIPNSQISI
RTCILYEHLHGKNVGQAYESFCDKVGNGVIDLRSFEFWFNRFRTGNHDLDYDIDSELEPRSLAEMHKDIMRNILRELNSE
PTISPGPSDRYQEEYEYFPVYNQLKELIQELQVGIEPVEAEPVKQADIDKKVLRGYILFECLQGNSTFEAYEKLCDTVGK
NVVKYWEFEHWYQKIEAGDSSMESDIDFGKEIRSLSTMPKDIAGEIMNKLGLKEKLVMRKVSKNLRHFMDNLSIDVEKIS
LKIYNTKSILQFDENEIIYLDRKDNCNVLYDDQEKLVKSGNYAITALNDWSVVMKNKKLKLKVFQLFISVEKSDHQKIYK
TMNTVLRNSNCSYIEKITLEGFSFSEVAKILRNFKSGILQEIVLGSPTDNADIEKLVDMRQWKEAKNFESSRNCIMTIPI
ENLFHFSRFDVSLKSLSKSDAILIREKLLKSSDFEHGCFRMFNYDPIDILNVFEQNYSGGSSGSITYRNEESEFRIQFDT
MNFETIRIS                                                                       
>Cele_F48C1_2                                                                   
MGNCSGTAKVELLESFENWNKLPPEIKLECMKHLDFKTRFIMRSVSRTERILVDSHNFKLDSVRIEGLLPYPMNTIIQSS
FDTQKITIKSGNHEQCVVHMRNRLRFNETIVPLLVFILKNATINDFSIETILNIDWSKVLQDALNSKSLSIRSFSGVLLK
FQEAFFFVNKLNYTSKSIYLDGHGCKNFPIDQLISIESVSNASLLQIRDVQSKDIIWKIANKWIETDAAIGTRFQLTSMS
KEIITQFSSHFKNRIISASDVEILIRTDNPMKHILLKLARTWRVARPFTCIVISAETEQSEFVNFGMWVSKKVIPLWEYI
SLFLADEFNDDDGLNLSSFLILLLHCIWLIFSMLFKRTFYGQ                                      
>Cele_F48E8_7a                                                                  
MSRVIGRLPSTLEDNGPSENEHCVETVFSDETISIFPCYNLYPKKSLRLSVSGNSEKLKSINLNCKNLVEDEIAPIKRKD
ARSIQNPFKKYSIPDEITEQIFSNLKKKDLLSAMLVCHRFYGIGHKSRNWIITDAQDRPISEISLIALSQRKIKVLRLAG
AKADRILRADERLVEVALLSTSRLELLDLSRTNLTARQMQIMLKPCQKLKCLSIEGNQLDDHVAICIAENRGLRELDISM
TNGITANGASLIFRNCKDLQQLNLAWCGLTQPIVTVIIHSIGEKLKKLNLSGTVRNFGINNKHIEILAAKSNYVTDLDLS
DNVEISDPGLAVILNKFPRLTTISLNRCYGLDPNMVVHFNSKPSLVYLNVHGCVSDTNMELFLEMCSNLKVNRQYFNFTA
KPVSYQCESNMIWGQTMMDIE                                                           
>Cele_F48G7_13                                                                  
MADARILLKWTNLPNLFKRNIISHLDLKHRNALRQCSKEDKKLVDTCQLTLSHLEIAFTFPHGICLKIQEYSDFNKKLFS
KNRELSHIARIFQLTSLKIQDFIIFCSSRDFDKIHVLISLIEKSENFLKVKNLYWRCCPPEIDEKHSARVFIKFLKLFDE
NSLKMIHNDMLQFPPEELNILAETSQWKRASTISLANGQVESIEPFLHTTNCTYKMQKLCFNSRNSSKFLNFSKTKIINF
FLHFLFQFVKFELIPNSNFGVSCQEMYQSTRTSIFELKILQKSKKYSKNFPLG                           
>Cele_F49B2_1                                                                   
MALPILRLPRKCLRLAALHMKFIDLIRFSFTCETAKNLAETFNFPVTGIRMAIRANFRLDVIYEGEMYTFATEKWLEEQD
LEQVYISRRQIVIFPEEFGIRNYIDHLQIVLKYPKITELFIASFDHDSEQFCKEFEGLKFRTLSFGSNDPLSSMRTAISL
SPQSDIIQLEGEDMSSAKSLLLQNTDEVYITSSPFTFTLNDLLLCNSRRVVVRARWDLKDLNTFLKHWAAGVRRLEKLVV
GHQNLPRTLNQRMASLFQGISHEVLPKDRVTRHLDGGEEVMFKGGTIIRRNDGIEAIVIFSFTFQMFVLNDL        
>Cele_F49B2_2                                                                   
MSFPILLLPPKALQNVLRNMESMDFVFFSFASKKCLDLAVSQNIKISHLHLTSERIDHIEIAAVFEDNTSAGLIPWREAN
QPVLLPILGIRYPDGQYMQSLDMRRTVRWVGHKALIEHFIVLFHRSKIDRISLRRAVLDSEQLANMHIPIGEFRLCTDGL
LYDEVIRSISILKSEKLHITCNHNSFEDRQMHELLGRNLTGVEFSKMEKSSLWMTNATHIRTLVCIKSHLLNEFLKHWIQ
GSNPRMKYLQTSVQLEMEECKSKIFQGINVSIEEDAIMIKSLRGTLARITLKVVRQEVSIRMVVQTTPF           
>Cele_F52D2_1                                                                   
MFGNCLKAVATRFLKLSNFKQRPNLQNEGVMSSNLLDMPLDVINVVMGKLEPMDLLRLRKVCHSLKSAVNKFGIHFDSIH
FELHDHSITLCLDNGFPIYIRAVYGGTTVSYGQRTIEIEEENFMDVGFKDLKFLLKHVSTLGIYNYAKNRKEIIKSFIDF
LKPEECFPVDAVEIWNFSFNDVVSFLSYFDDKTLKSIKLNQNEPIEQFEPITYLDQWTNAKHFGLKATNSNVDSEIIKNL
FHFPHFCVYKITDFPTQLAVKIRDNLMRRSTFQQCTLSVNKLTLNPIEIARIFKSDYTGGKEYKFKYSNGTHKFEISLVQ
STKCIYVPFIFSVKRL                                                                
>Cele_F52D2_10                                                                  
MSDVQVSSKFLNMPLTISNQILKKLGFLERLTCRKVCRGLRTAVNKFEFNVGKITFNLFLDKVSMELEETDLEMLLNTDS
KVVFNNHSRLDNIEYFIDYLKRSKFSSVKGISLRMFTFKDSCSILSNFDAHNLLRKSTFRKCVIHCKGYNQKEIAKVFKP
EYDGGNEYAFEYSDNNNLFEIKCMSRQHFFNFFVEKKR                                          



>Cele_F52D2_8b                                                                  
MCNISSKTQKGNLISCKFPDVPFLVANLILQKLEPIDLLTVRKVCRSLRACVDKLKSHFDTILLDIRKDHIDLILDGNWI
RYRKRGSTVTYKGHKKQIKGDNFMETAFKDLKTSLKHVSKLEIYYCIPNRYDVFASFIDFLKSKKFIHSEMIVFHKFPFD
DVISILPYFDAQTLETIELCRFGSLDQFERIIYLDQWRNAKTFKFENSYFCSKLLVHLFHFQCFYINEMLDFTTQVAVKI
RDDLMRRSTFQCCQIYFEKSDSMELAKVFKPDYTGGIEFNIEFSDDNLNFLVTCSRLHFDSFIFSVKRL           
>Cele_F53C3_2                                                                   
MVPSFPFQRLPNKPFQNVLKSMSVGNLLSYSMCSEASKSHVTNLKVKINSFEINVTENVHLFVKSEHGPTFNFRTVTSAN
GNISDDVTPANENEKHRWYKKGFELRNWIEHFLSVLNHSKIDKLNFISQQGERSKNDYLRDSLEGFKVDCFTVQQCSESY
QRSIFRNFSPINTFIICATGAESTKAISSALPHNLKDFGYVSRGATWNFSLDNLLLSNSRNLVVIEARFSFPDINMFLKH
WLNGSNRRLTNAYFIYTTPLVSEDISKGLPFSIPSEAEISKLPSDLMEHRETMFQLKRKFDSTATIVLKQNNGKHVFNMF
VEHF                                                                            
>Cele_F54B8_3                                                                   
MCDTILMSKSLLDMPLLVVNLILEKSELIDRMNSRNVCKSLRQVVDKCAIRCGKIILDIEDKYVSMHLDGNKIVYTDADD
NCTTVTYNDQENEIEGETFLVIALNDLKVALKHVSCFAYVDNTLDRYQNITYFKRFLKSEETLHVEEVEIWNSYVDDVMT
ILRCCDSEVLKDIGFSCSDMTDQFPRIAQLDQYKKAKRIRLKHFVLKEEQIENLFHLEEFEFEMDELSVQTAVKIRDNLL
QRSTFRRCEIDLNQSNSRVLNGVANVFKPDYNGDVKFEVEYSNDNYKFVVSLGECKFYPSFLVFWVKKV           
>Cele_F54D5_9                                                                   
MFRRTEPPFRLLARKRRNSDSTPPITKFFATVKRERSSSESKNVCQKLDESFEAPNNLSQTSHTDSPDNGLLYSLEDLRA
LLGVPVKFSSKCVPSPDAPVGLENLPNRAYSHIFTILDMQSINALSLTSTKLCSRVKTYVSTHDFFRRMQLDNLDFLNSS
LRPDDEEFLENDPFTACGGLIKSITITMNTKIRAQVFLNICRNLRDQLGGSLHGFGRLLETITHNWKFSERRIMVKAAIM
IDADLRPSIIKVLTAKPGQLIGLEMKVRSGLTQLFLNLSQDIDEASPQEIIEFGSWLSVLIRNVIEKYQGKFYYILFGPT
RSSRIGERVDWAYFCEDDSDTFTLRKSEPNYRKLLSTLLNGIRALRIMNNSKSSDQMWSGKKLYQLFLRIIEVCEVQGFW
SETSSSMALAIDSSGLLSEYLVTCLDPRRDDYETLQNEAAEMVCLVRNHLYRWSAAPATFLAEPLHHAFNHLAQLDGHYD
GCYKAFLEKIWNVQSSRLKEMVKNATNTTECSEKIREELDGQLSMARLLTDISNTVVLHQIGFQLPNDLAAELVNDPLEE
EEQLE                                                                           
>Cele_F54H12_5                                                                  
MLFISRSLLPILYFQLFKKMSPFRLLSLPTLALKNVLLHIDFIDLLELSLASKKCEIYMKTCCLKIDSLHFHFRRIQLNS
KSKSLEFDFNSVVDISACSRKVKGSRYDAWTKNYDESRIICIPTNFDEDIIAVFQHFWDLFQIKNLHYDVVGFTGVFLNN
TMARLPSKLKSLEFGDYLSGNQDNIDTILNYYDISDNLKVFDEVSKIHEKMKKVNNLSLICLPSIPIEELIQLDCETIKL
YWKENSAINAVRSLISNWKGNKTRLEHLEILASEDWNFDLVLEGMNAKPWNPRRRPSNYQKEDLNIDCTSYMDIEGDCQI
ASIGIRENRYLDFIVWF                                                               
>Cele_F55B12_3a                                                                 
MWPRNDVHMDDGSMTPEDQEPVTDNDMEYNDNGEESSYSNGSSSSYNADKLSSSRPLQHKLDLSASPSRNNDLNPRVEHL
IALFKDLSSAEQMDAFTRLLQESNMTNIRQLRAIIEPHFQRDFLSCLPVELGMKILHNLTGYDLLKVAQVSKNWKLISEI
DKIWKSLGVEEFKHHPDPTDRVTGAWQGTAIAAGVTIPDHIQPCDLNVHRFLKLQKFGDIFERAADKSRYLRADKIEKNW
NANPIMGSAVLRGHEDHVITCMQIHDDVLVTGSDDNTLKVWCIDKGEVMYTLVGHTGGVWTSQISQCGRYIVSGSTDRTV
KVWSTVDGSLLHTLQGHTSTVRCMAMAGSILVTGSRDTTLRVWDVESGRHLATLHGHHAAVRCVQFDGTTVVSGGYDFTV
KIWNAHTGRCIRTLTGHNNRVYSLLFESERSIVCSGSLDTSIRVWDFTRPEGQECVALLQGHTSLTSGMQLRGNILVSCN
ADSHVRVWDIHEGTCVHMLSGHRSAITSLQWFGRNMVATSSDDGTVKLWDIERGALIRDLVTLDSGGNGGCIWRLCSTST
MLACAVGSRNNTEETKVILLDFDAVYP                                                     
>Cele_F55C9_10                                                                  
MTTFASFPILQLPEKSLRIAIQSLTLEQIIKFSLISKSTKRTAESLNLQTDPFWLYINESVYILVQAKLNISPYYHFIPW
NPLEVDLRTFLDHSQCVLHTDKVEYFMVSSDDYDWKSIYEALNDLEIPRTTLECVSTNVWLHKLFNKVSSGSLEITLPDF
KGYRSMLSSHCQNLTVASGLTDLLSVNCAHLEVMLRMSSNEINIFLKHWINGGFYGLESALFKVPRNRVDKVFKGVNHKD
TCAEDLDNLPRRSYKIQCAKDIYRCDGRRATVVIDIDNLTMHVWK                                   
>Cele_F55C9_11                                                                  
MTTIASFPILQLPEKSLKIAIQSLTLEELIKFSLISKSTKRAAESLNLQADPFCDLY                       
>Cele_F55C9_13                                                                  
MTTTTSFPILHLPAKSLKHAICCLTPEEIIKFSLVSKSTKRAAESLNLEQDIYSIDIDEIVSVNVECDLIKWNPLEVDLR
TLIDHIQCVFHTNEVSHLLISNDNHDWKSIHKALDGVNCSRTSLEVHSQNIWLQRIVNQFSSCFLQLFLSKSTWYHPILS
AHRIQLNLLIPSTDFSCEHLHVNQKMSSRDLNLFLKRWMRGEYKSLKSLRCHVGSEASADEIFKDVKYKEENVKSVIQWN
WGFMKVKRVIYRFDGTRATCVLKYGYVTFDVLK                                               
>Cele_F55C9_4                                                                   
MTSAFPILRLPANALTNSLRYLDFQNLLNFSLVSKSAQQAARMLNYKGNIFINFDRNIQLRVVVINKTHTTEIIIENFQL
RDWINTALCILPTYNLLCKITKLHHNFRKLYNELDGLLFFRLDLNLGNSPALNPEWQSWLWKFVQKYSDNGLIIYTTANL
PNGNMYHQILGSSRRNVQVQTRCTLSDLLAMRCTNVLLCTPIYPEEFNLFLKHWIKGANEVVETLYVEIEYVNEFTDLIF
RDIKCWNTPKQAAKRRRRIKIRKDIYSCAGVRATLAISRWSVEMCVWK                                
>Cele_F55C9_7                                                                   
MTVFPILRLPQRALKEALRYFVPRDIINFSLISKSTLQCAKSLNLKASNIQIEVNKDIRVALEVNDEETPFNRWKEMCVK
WESSRVGLQELVEHVLEVFHSKKLDHLIIRQDSQDWELFSEALDGLDITSISLSTTSDSPHFTRLVNKFSTDLFYPRTIS
DRSQHTTWLQKILCSNRIEVSMYTNCSLPNILSSNCEIISFRAESTPSNLNLFLKHWINGSNEMLRKLIAKSNRRINENY
VLGMLKGVEYMDTPVEDVLNPPRWWKLEGGKDVYNC                                            



>Cele_F55C9_8                                                                   
MTTTTSFPILHLPAKSLKRAICNLTTEEIIKFSLVSKSTKQAAESLNLQKHIYAIYIDEMVRINVGCKLIKWNPLEVDLR
TLIDIIQYVFHTNEVCHLIIRNDNNDWKSIHIALDVLTCSRTSLEFQSQNIWLQRIVNQFSSCFLQLVLSKSTWYHPILS
AHRLELSLFSPSTDFSCVNCEHLNICYKMSSQAFNLFLKHWMRGEYKSLKSLSSFVEAEASADEIFKDVEYQETEIAKTP
LLIKVRRVIYRFDGTRATCVLKYGYVTFDVLE                                                
>Cele_F56C3_2                                                                   
MNCLPTDKLSIRACILYEALEHLNDEKYVYSNICRTFGYHLINFQEFNHWYSRFQNGNLELCDESKDVGGHPKKLQDSPA
LIRTCIFYELLRFTTKSVEYNYKNFTNILGFDVISYQLFDYWFYKFYNQLNNSEKLDLNIDDSFEYVPIPFANLPNDILC
EILDKVNAYQKLSIRTMSRKLCQLIDNHILKVDKIELYQSNLHGLYRVIIGYDAIRVVYENTEVGGCTRSVMVAKTKIEG
KSCTEMTLEFLSEKLKHPKMQIKRFCIEADNSNFIASVLKVLKSRKTILCVKEISIDGLEECQMAEMLSCVKPRTLEKIV
LQKNYDENQTIELKEIVQLEQWKYAKELVTEFNDGAIAVRYQDYCHFDKISVKLARFPKEDFYNIRDILTSRSSFQEAKF
QFPRIELHQISELFNLGTYQKEEFEYPGIETFYNHEFNGRFRVSIRPSRLLITPVKQ                       
>Cele_F56F10_2                                                                  
MISVTVAAQGKPKRLFGGNFRAYGSGRLSICELEKDPNALKSDEKKFSSSTVKVFLFVNKLFELLTTILHYCMPYLFTQK
QQWYRPAVQKEEIIVEPIAQDFESHILADVFKYLDIDDLLNCKLVCWKWNATIGENASELARTRTDQIRILFDEGEVVVY
PIDEKRCPVRHPLPPLQVLRNRLRHLTTQSLFVRGLIPVESGPVLRLLLSLTLQPQQMYFIWSKFSADSIFLFEELVKQN
SDTVTDFGLEECSPSHLLTDRLLSPILKNLTSLRLWNNGKGSHYGVTDDTLIRINDAILNGSPVETIDLGTCFLSSEAVS
QIVQSWEQTSTSDLTIMLSHCYPVNKPDVIRLLQDRNITLKKNQQLHSKNHMLTLVC                       
>Cele_F57G4_8                                                                   
MTDPDENANLLMLCEDKNAQQACILYEYLQKTKISDAFDIFCDVLGEEAMEFREFEFFVYKLGQENAELGSEWRFNPKCR
QFLELPDDMLNEIFDHVKPIELFTIRKVSRRFRDVIGGRAPGFKQIDVEISNSNFTINFDNDDEDVQYWRENVDDKGFTI
EYREHKVHVESGCVVEAGLSDLYRIMKNPKFSLEIFDVKLDRYLDYEKIEIMEKLLKKVKYIKVNQFVVRDCDTIIHVLP
YLRPGTLEELHFVPASSHVSFDRIVNTLQFCCAKKFFMDDETYKLSKSTGIDNFFHLSHFIISVQEFTTRDAMKIKNIFM
KEPSFKYAKILAEIPNQMEILRVFYPAYSEPLPPGVRYETDGDKFALLFISESFEVIKVENFDFSDIEDLGGADDDDSDS
D                                                                               
>Cele_F58E1_2                                                                   
MATIPFSILRLPEPALHKSIKQMGLMEQFSLSVLSNKTKHAVTMLPAVKNRVSITMTSSLQLDISNEFQIVEFFFKMDPH
YQSVEVRQRSNNRSNTSTELSIPGVSVKFWIEHIVHVFCKDQGALLKLENSAGENFDELYDMIANITIVHLEFMCIELQD
YHRLKLFPFLKWLTVYGMDMAPISTTILIQNIQGLHLVHEIKWRINDVLISNFSNFIVSAKIFQTRPEPFYETVDKRSYA
PPRSIPCNIYPLR                                                                   
>Cele_F58E1_9                                                                   
MTAVPLPILHLPHNALQMSLKQMSTVEHLALSFVSNKTRRLIKMLKEKNHITCISMGSPISIDFLSLTFDYKSNQKIVKI
DNPEQNGSLSRLNLPGFTEKQWIEHFANVFIQNKKVMLISDLGERKIEDIYESIKDLNIVTLDIMTSEFQDCKLFKLFPT
LEELGVSETPLSAPIFVQNFQSLTAIDVTLDDILSSNCTNLCLDDQLISDKDLNIFMRNWIKGSNPRLRKLTNTSVRHER
DISDSVFFRGISQIKTRDWCDEDTFDKEFEIKNEDGVRAKVTLSTFSFIFCIEDF                         
>Cele_F58E2_3_1                                                                 
MSHVLDLFPTKNIKNLIGFKLNHKLDFVGLTLYFQSPGETVSLEYHQKGGHTSITSHEIYEKQLVRDSEFMSVVCKSLKV
FLKSSLLIKKLDLEISQLDYEELDKRMSASSQSIQFYDWFIQFLNNHRTGGLKPKLISLLGFTGYQALSIFRHISSNHLE
IINLNFRKEDTEIEEHFQEIVKMKQWKHAKYLHLEECCTSIENVLHFQGANFKVDVISIDDLQLMKELSTHSATLKYFNI
SFNNAADSITDESLTGLFGSPKKHSLFSWEWSIDGKIECSFSEFDKKFSIYCPKACEELRNVQSSKELECTSLCTSELSI
KVLHNGLLMKNILSHLGRLDICRLRRTSRGVQKCVDIIKPDAEIIAIEINLINVENVSVSIFDNAGIKKATYEPIDLTTS
YQDHVSKVIQKVEKHRNGLVERELCSVNNRWQLGFSLSKFADDLKLNMIAQKSEIQGVRLDFSLTKANSRPGSNKEHVLL
FRLAVAQLLDVISTTLQQLDNQIPVKKLSIQVLNQETLIQLLSLLRPSSLKTIEIRKLKNDIISKKSLKLNEAAQLDQWK
NAEDILIEVLTAPGQIQYFLHFVNTEINLMAISMRDIFDLKHTFLQSTTFKKFKASFDNSDIDDQIYDEQFLGFPYKRPE
NPSTNEPSVWFLRMSASTDVLHILYYEHRKWITFSRVANLSVPSDALM                                
>Cele_F58E2_4                                                                   
MANAFKLFPTRDTNYLEATYVHHDLNVVWLKLSFRVPLETLFLEYRQQGGHTLILSRQVYENILVRDTDFMSVFCNDLQA
ILEDSPAIERFFVELSPYYWGKEDFDKRMSAWSQSVQLYDWLVTFLDDRQEELKLKLVSLCEFTSLQILSIIRLISSNYL
ETIKLTFRKNDEQLESNFQEILKTKQWNNAKAAYVKGCCTPIASILHFQKATVQLDILSIDDLRVLKELATKGTLNIFKI
RFHSIADSITDNSLIELFGESKHSFLWEWSINGIDNREIECIYSKTYKEFSIFYSEEYQKLGHGVPENNKSEETTLCTSE
HSSKVLQNALLMKNILNHLERKDICRLQRTSRKIHESIANLKPDSKIVALEISLVKIECVTVNVFHKMGVKKLIYENVGL
SNVDPTAKLITAMERHNQGVFGEEICFAHGRWQLGFSLSAFAVDLIRNLKDQKSEIQELWLDFSLTQARLRERPDKEHIK
ILVLATRQLLDVISSAGKTLDRQIPVKKLSIQALGHKPLLQILPLLNPVTLKTIEIQKSEVIMAKKPLNLNKVVQLDQWK
NAEEVLIKSITAPGQIQHFLHFVVAEVNLESISMGDVLELKNVFQQNSNKLKKFKAFFENSDIDERIYDDQFLGFPYKRP
ENPSTNLPSVWFVRIPTSTVLHILYYKNRKMISFSRVSNSSVPSDALM                                
>Cele_F59A1_7                                                                   
MADDLDEKVISLKISKAPSMSNMPLDIIHKMVENVKPIDRLSLRKVCRNFREIVNDKDPGFKRLRLDLFKDLFSFVLHDA
KNVAITQDFDGQTCTVQFNHREKRCFTKNALKIALNDVTVLIENPHFQLSHFNFSALDEDTAAVETVMSWFKSVSDSKKL
WKVEKITLEACNCDIPGILSGFQPGILRSIKILHHLDLSTLEEIFRLEQWKMAKSADIISSEHSSFPIENLVHLSNFYLE
LDYFTVADAVKIRDILLKTANFNSGTISVLDFYDFIIDILHVFDPNYNFVEDEVFYNDGEGAQFLITHNDYELMIKRVL 
>Cele_F59B2_8                                                                   
MEFMSSPFPITKLPLVPRCKILKFFDYGDLLDISLCSKRMAQTVRDIHITADLHYLTLGKDNQQSIQIQFKQEQKVIYWD



FKLDLVEEEMPERRTVGAIVFEKCRKYSQREIGLFQFSSYHYDIEDSIGEVSKHLFYIFPTSIEIRLSVQFCRTLRNLFS
YEHLQNIDVLTLLGSIMLQNVLEKIFSRVKIRRKLWVEPETDDEYPILQALHVENLHLASARWMTRDHLLQLTCCSVDFH
EHYFGWKDLTVFAENWLNNKNSKLEMVRFGWPNDIDSLSANFEGLKTHKWDPKQREKKFLYSKDNRLHRIDCTKGLELER
DDGELATWIYEPDPLTSSLYFLVWTERFPEKKRLEKLPKMLAPYYEQLVQLRKEYDDSCNLEWLLSNPNLKLDEFVETYR
ILRGMDSEVRLSSIGRVRRRRIFDEMYNIIDAQND                                             
>Cele_F59B2_9                                                                   
MSFNLLDLPIVPRQKALKYLEPIDLFELSLCSKRMAQSVRDLKIEASAHFITLTRGQSSVHVQFKERSRAIWWDFKEIFM
KKDLKDKRKIGYILFENCEKFRRGAFTLDEFYCHFDNLEEGAAAVSKHFQFLFPGPLNILLSPTVYRHLEFLFFEPSIQK
CESFEMCGADIPAKRTMNRIFDKLTIEKKLCIRPKTSENYVIKQALRVEELFLRSARWMTREHLLELNCIVADLSDHNFQ
CSDFEAFAEKWMNNKSSKVENLRFQWQSDVEFKLENLKTSRWDSTRRERNYIFTMKNESVQIDCSDGFELERNDGRLATF
VVEQQEDRTHILYFLVWIELFPEKKRLENLPKTLGPLYKQLEKINRDYPDESSLERLLSNPNLVYTEFLETYKVLKNMDG
ENRSPSTGQAFRRTIFDKIYNTIDL                                                       
>Cele_H02I12_2                                                                  
MSIFPLLNLPEKSLNYVLRRMPLTELIGFALISQTAKNHVENLNIKMRDVLVGLEDNIRFYIRADRNNFVASAFFSFDIN
QVLEQPGKREFILKTSEGQTWTNPGLGVRQFLDHVLEIGHHPELSIFFNKIDCDEDTICDMFDVLALETFAMYIGNFVNI
FYQKMLKYYLKNKKVQ                                                                
>Cele_H03G16_4                                                                  
MSKSLVEDVAKLKIFITDEKLIKEFIRNIYAEGYSVKKAFLSFCEEFGSSEKTYREFYVAYYKIGKSSDVELPVFSEMPI
VALLHIFENLNLADRLHLRNMCRHFKIAVDRVGWKLKEAQLIVIERCVMLFIEPFTVNYENRDGSCYVQCDTGARGDEKE
VTGGDHLEMAVNDFCNMIKGSKHDLVKVELDFQNCSPDEHDKFCRLFVGKIENISPTEIYLRFWTCKAVASFLKLCSADQ
LKHIDLHFHDEELLEYNEFVNLNHWKNAKYLKLYCKYLPTRFYQNLSNFKVLSLRPDQSSVEDIDQIKKLISEPNQLSAM
VFQSVAALDTVYIASAFGHRNVVQEINTVKYLNYEIQFSKRKLTIRHENLPQSALSLDCYFSN                 
>Cele_K02A6_3a                                                                  
MEGPSGFKTMPIELLEDIFQRLPVKNKGRCSQVCRQWQRGFNSKLSWRKFTFQDGIFVRRKYTQHSGWQYHIDHWRLKNL
ITNTTSSWRTLNVEPVSNIFNLYEFFRVLANYSEYYEKFSSQDRPMAKIHTFNFKWHLHVDENETGGFIAGKDVGTGGQI
LHSLKTVLNYLHGLKSLSLVDLQLTHDEADDFLSTLLEKFYEKLTYLSLLNVTLYPKPLLQVGCFLKLRKLLVSPQMLST
DTLSAIACLEHLETLSIVQVTATPYSLFPPTSSATDSFVFQDEKSSQSTDICRNAWDMFVKQNMDRTRVWLILRGKPKMS
LIIQPGAPIYGIKMENSAGQLTMELAEQIANYYGATLRHFIQCGLERMKRGKKMEERVDSALIEIVSRCPNLERLACRER
MSYGTAVILSVYAERIGFGLWIRKNALLKRICWCRLDMEAQAIHFDWLKARCRSEELVIVTIQRNTNQMNPVLDDKSYKS
LCL                                                                             
>Cele_K03D7_7                                                                   
MEHFFPWVHVTLVGQDNTCREFKNVHIHFQPSSLQIIDVDVFNIIPYQKIKTLTRGWNVLKFSLVSESENDDIQLKVKFV
TPSLKNTNSMMKTFNAMMKITKKRKLKSHISKPSLSDMPIKILATISDYLETKDRMNLRKVSRSLQDFVDYQGSGINSLE
ICYGHNSVSLKIVKKRIEYRELEEHCLVSYQNQAKAIVEENPESMMLNDVAVLLQSSNVQLDRFSLTMGNWGSGKVPDIT
SIQNILKSRKLLRSKSVYFEFVNIENVSSFLQHFKAGFLESMSLDLPDIYCKDFQFGDMVHLEQWEKLKKLSIQFCRETQ
PTRLLPFIHHIPNVEISNLRFRALKLKKENGWRTQVFKLS                                        
>Cele_K04A8_6                                                                   
MSSSSSPFFHPPPQQVMDDTTQQSPSYSQNSNSPSQHTFESMEPAAGGSTSMRYSPSGSSEADNPTLGLFSAQASYPYSL
RKRRPCLTKDEDLCFPITAATADETPQPTMKKFKLECLSPGEARDFSIEDESGTNLEAKMETTECEPEEEEAVEEEDQQD
HINRLPEELLLKVFSFLPDKSLLACSSVSYRFNQISNSHEVWKELYCNLYDYRIPLFHPSHAKFEFREQSRWRDGNPWKE
SHRQLHHGVHVMKEPRVNLRSVNYRCFDQIEKAQSFLEEDEYREKLIFLHTGVHEPIDTILINTDVQIIGASDSRDITSS
VVLEGSKNTALTFTDGSANAYFGFITVRFRADPVCRQQPQIAQQAQQMNHFYSILVTDKDAMPYIERCDITSKVGNGAAV
CVKKSAAPKFKYCTVLDCENVGIYITDNATGHYEHCEIARNTLAGVWVKNHANPYFRKCTIHSGKDVGVFTFEHGQGYFE
KCNIHSNRISGIEVKNSANPVVIRCEVHHGYTGGIYVHERGRGQFMENRIYANAYAGIWITSHSDPTIRKNEIFTGQQGG
VYIFGEGRGLIEQNNIYGNALAGIQIRSQSDPIVRLNKIHDGLHGGIYVHEKGRGLIEENEVYGNTLAGIWVTTGSSPIL
RKNRIHSGKQVGVYFYDQGHGLLEENDIFNHLYSGVQIRTGSNPKITRNKIWGGQNGGVLVYNGGKGCLEDNEIFDNAMA
GVWIKTDSEPTLRRNKIYDGRDGGVCIFNRGKGLLEDNEIFRNAQAGVLISTESNPTLRRNRVFDGKSAGIEITNGATAT
LEENQLFRNKYGGLCVATGVTPVQRGNRIYDNHDTISRAIKTGLCLFKVSSNNSFPMHNFYRCTTCNTTERNAICTNCIR
TCHRGHSVELVRFDRFFCDCGAGTLERHCHLQNVPRDNDTVYDSATPISTETGTEI                        
>Cele_K05F6_12                                                                  
MYCTAHSHSAHFPALVMIALSFPLLSLPLDNLKDVFRNMKITELTCCSLLSTKTKHFIRHFCIFKELYLYVEVDYALEYN
ISFQGVLLHSCSHTDGEFCIDEKEIKWRVDPSSWFNNLMYILNPPKINHLYFQLADGYFDEQQCQMVKESLNKIQIFDFS
IGYTTETNHITKLFTTFTPINDFTLHQNVSQLLNSSQLSQLRPILSQEFQRISVKADLSLNELLLTEGPFIKITSALLTN
KEINVFLKHWMDGLKPELKYLCLRNDRTDCVFNPTAILEGIPHELAPSERRFCMRDLGLKFGGIDIHLTQGIKATIVFFN
SLTSGICVAVHNSEYLSFK                                                             
>Cele_K05F6_2                                                                   
MIFCRIQFSMLSKKNKDLIRELRIVESCSFKFGMKYLYHIHSNNGRYFACSLENGKHILRDSHGEQNITYNPLDEKSWLN
HLLYISKTSKIASIQCNDWEVDETELQILKECLKGFNISTLVISSNSRMQNTATIIDALPLVDQLDLLKYQNQRLDSSEL
LVLRQILVQNFRDLIITANIPLNYLFLMNSSSIRLYTVFPRANKLSLNQSANQQLDSTHLSELRQVLSKSNQKLCLMDIY
MPLNDLLLTSCSSIYIWDTQLTEKDINVFLKHWIAGFKPELEQFRVRKGDLSLLPSSHSALIPSPTMAASSFPLLNLPKK
NLKKVFCNMSENEQVRISMVSKKTKELVREFHILKNIRPRLAFYDSIGYIVALSSVGSFYLFKNENIAEYAELDIKFSAP
HFDAKSWLKHFLYIFHVSEINTIAFNLSDEKDINVFLKHWIAGLKPGLEHFCIGKRGPAFNQNTILEGIPHEIVPSDRKF



KILYLDSEMTSKVGGIDFYLDQGIRATIISEHHFDYAEFSVAVHDSEYILFE                            
>Cele_K05F6_4                                                                   
MLVKVVLFGLLGVSIHFIFNTLPWSAIAVHPCLRSWHSSNSGADSKRADVFCTTHSHSANFPALVMVAPSFPLLRLPLTN
LKYIFRNMKITELTCCSLISKRTKHFIRQFCIFKDLLCNIGLFMGDALFYTISRNGNRLFSCYLKNGEFCVENSDRIEIK
LLVDVKSWLNNLIYIFDLPKIKQLYFELTDGNFDEQRFQMLKELLNGIPIENLFIKFNTETDHIVKLFTTFPPINYFKFW
HPLKPSQLTELRPVLSQRFCELDLIADVSLDELLLTSSPRIQIISHILTDKEINVFLKHWMAGLQPELEYLAIFNYLTNR
VFNPNAILEGIPHEIAPPDREFDMCGMTSERGGIDIWLHQGIKATIVFAQINNISKISIAVHDTEYISFK          
>Cele_K05F6_5                                                                   
MASPTFPLLRLPHKNLKNVLLNMGVMELVCTSLLSKRSKHFIQDICIFKAPRFYIKLAESINLRIGCPGNYLVYSLNNGI
MCIESFKLTPKTIFFSVPQFDAGSWLDHFLHIFKPSQIDTLSIYNSFDVERLQLVKDSLNKIPIFDLTITTTTATNPKLL
SAFLPIKTFGFNHTVQYNSSQLSALRPALPKKLESIYADISIPLNELLLTCSRTLQIVESLLTDKEINVFLKHWMTGLKP
ELFYLYIEKNGAAYNPKTILEGIYHESSSCGMEFKVFQGPPQHGGIAFQLAHGATAKLIFHNNFDAFHFFEN        
>Cele_K05F6_7                                                                   
MDGANSFPLLRLPDKNLKDVLRNMRTIELVCFSMVSQKTKDFTRELCIAGSSQLFIELTDWNEYNISNHDELSWMCSYKN
KEVFLRDKVEHEVIRFSASWLDERRWLNHMVYIFHPSKNCVVSLDFRNMEVDASQVQIIKECLKGLNISQLDIYFTTEIK
NAVTIIDTFPSVDELFLGGESNQQLGSTQSIALYHVLPQNFRELTLAVNVSLNDLLLTNCSFINVHSRQLTEQDINLFLK
HWAVGLKPELEFFRCEKDSHIFNKNAILEGIAHEFAPIDRRFKVYDMRRRNRSQDGGIDIHLPQGIKATIAFDYGDTMSE
ICIAVHGTRYINFG                                                                  
>Cele_K05F6_8                                                                   
MIASKMPREVRLPSFQIEIIGAMSTYKIYCQSLLPLSHSALLIMVAPSFPLLNLPEKSLKEVFCNMSVVQQTCISMISEK
TKNLVRKFHIFKQVQIWLDFSDSLRCYMSLKGISLSIWHTPMWH                                    
>Cele_K06H7_2                                                                   
MSNDGSDHSDDEEESFSMVREATNFFLDRRRDVYINSVLEHIGGFEKWSQLNNDCQRTVVKFLDYKSRCQLAICSKIDYD
LVNSVPMNIHGIGFSEEYEHPSVKVCVEFEKNSNKKFELIFEQSLNDTEIKWTKYSNVLLPEKHCIVIENSKYYEESVKF
VEKWMKKCCYGVSSVKVGMDNYPLETSHIKDLPNCRDVMLNLKNENSVRWWLNKMPHHMHDLHISPATFREHNEVTLSPD
ILTLPQITNCEKLYLYHKTNISNEQFFELKAKKCSFNSSNITDEAINKFIKNWINGKSVEGFKEAFLWQRSTSNTEEITK
GIEIRPWNEQFQRENAKFWSDFSEYCYSGRCYQISSNINPYNSMTLNFINNCVSIHVTGLAKKKNGMPYTKYVSPKSYTF
CNPIRL                                                                          
>Cele_K10G4_10                                                                  
MEHFFLWVDVTLLGQTNTCREFKNVHIHFQPSSLQIIDVDVFSIIPYRKVKKLTRGWNVLKFSLVSESENDDIQLKVKFV
TPSLKNTNSMMKTFNAMMKITKKRNPNALWSDVPIKILATISDYLKTKDRMNHRKVSRSLQDFVDYQGSGINSLEISYRQ
NKVCLTIDNKRIEYREQEKRCIVSYQDQAIVIVKESPENMMLNDVAVLLQSSNVQLDRFSLTIDKWGIGNEIEIAPIEKI
LKSIKHLRAKSVHFQFVNVENTTSLLQHFKAGFLESMLLGLPDIHCSV                                
>Cele_K10G4_5                                                                   
MSHAFRLTKQTAPITNITLKLNGESPSLIIETERTVEHNVSFLAKSDKIRENHKTFFNIYFLYKPNNQKTGRPDIKHRFS
RVSYTKPTEVFYHGRTNDTWITYEPQQPIKIKDRDCIDVMCDDLEIMLNSECEKLFQFVIEFCRCEDENLSLTQLQSIYD
RLVSMSRAKKINALFGKLIVNDIHQIRKAFSCFNIRTLTTIGFEFVSDDFECQANIFKDIMEIEQLEIIDMMWVQFKVEN
LSIDDLRAIKKVSLNYEGNCKAIFSSSNMNHIADETLDDLFGPPIGPFIPNSTRALGDGVMCIIEDAEIVIQKFTIPKHL
NNTIVKTTSTTGNDTPPEIPDDINDGCGLRVLATAVIIENILQHVGLTTILALRLVSWPVRRCLDRVKPDSKIEVLAIQM
KSLDYLTIEVLDDLKHMKHNYDTMYKHWYDMYWDADESANEYHYPPYKLFHIPIYYLNNFETYPFPNPFSVNIFSKEELR
EVFANRSSFSDNLRLILLNQKSPINYLKLMLPWFAPDFEWFRSMSYYNDPEYRNVMKLKIKSPICEQCEVTGDNLPFGIC
AEHETELHKLMQKCQNRMEERLPNQFDYARRIDKFIDYIGTVLKSVGHKIPVKSLSIQAYNQSSMMHILPHLDSRSLRSI
SIQKPVEDKNKVPCSWIQPLEIDEICQLEQWKSTKIVDIEHVIDIADIKTFGHFSEADVKLASLTMKGILCLKTEFLLSE
DFVKFKASFETSNVDESIYEVSLLGWPFRRPTHPNTNHPSVWFFKYQESSDYLHILYYELSRKIIFTRKEASSVPMNL  
>Cele_M01D1_10                                                                  
MDVVVSRFHLLRLPQKSLKNVLLIMGIIEQFCFSVLSNKTKQFIRDIGVFENVKLCVHFSDPVKYEIYDPIDNSTFWFLL
NNGNVSASPRYPNAHRVSIVFSASQFDAKSWLKHILYTINPSEIESLSFFRTAQEFNERQFQMHEDCLKGLSISVLMFEN
MNQMQHIVKIVNAFMPTRQLAFLGGSQDTFTSSELLAFRQVLCQETLHRFFEMHVPLNELLFTNCSRISTTILTEKEINM
FLKHWIAGFKPELEYFSIPKQGTHFNQDIILEGIQYETAPIERKVRILNKYTRGGADIQMSHESKVTIIFDFIFAFNYSM
IYVAVHGSKYISFNY                                                                 
>Cele_M01D1_7                                                                   
MAAHSFPLLRLPPKNLASVLRQVEIIEQIGLSLLSNKTKEYIRKFCDFKGFELSVWLHPYAVELELFKNGEGATHCSFRD
GRACEHNEYPDGFTFDASQFFDMKSCLKHLLYILNPSKIAFLFYIQSNEVSDESQFQMTVDCLKGVKILKFSAKCIPQMN
HIVRLVNAFPQTNRLSLVKNSNQPFQLSTLRQILHRKIQKLNLVIDITLNELLLNNSATSDFYSERLRGKDINLFLKHWA
AGLKPELEYISFQISAVNFVESTILAGIPH                                                  
>Cele_M01D1_9                                                                   
MVAVSPFPLLRLPNLKDVLLNMGIIEQICFSLVSNKTKDFIRMFQVFKDANFCIENWRLITYTLSGNQSKATFYFENGLV
TAYNLLQTRIFSVPQFDVRSFLNHFLSIISPSNIDLFHFPVYNEFDEAQFKSLSECLESHEIYNLHVYWKFEMDPFFKVI
NAFLPTKHLKIHPTFHRTLTSFQKLSLKRILTQKFQILSIFQIDISLDDLLLTNCSRIHCFSEILSNNDINLFLKFWMGG
LKPELETFLVQRHEDTFNFDIILEGISQESLFREQDGATIHFTKIS                                  
>Cele_M01D7_1                                                                   
METLKFLFTYLRVTFLDKPFNLLNLPFVALKNVIYQMDIYSVIKLSKTSMKIRTDIKKVRRKMYKLIVSNHLEYHPGAGI



VEPPRFHQRILIVEAKSDVLLVYKSMEERSRIYNYSLSRFSLDFWIEWFCKSSADKKIFPIIKYTKLPKLWKFLNIFNEL
FLIDHVDVMIDGDKLFGDYRFLLSHPLMKKCHYIEIVGKTFCVSTEDIQFVLNKINVSYGLVFYSQFGFNHSLISRIPRL
DIFYAEKITLEELMKMDCKVIKLSNHQFQPTLINKFIRCWLMGAMPKLKRLRWNSHCRLFQPTDMLHGIQNSLWDEKRRA
QIFRFVL                                                                         
>Cele_M151_5                                                                    
MTALPFSCLPDSALRKTLAQMRLVEQLSLSVLSKNMKQLITMQKRAPNLVHINVMQTTSLTLRTGSIPDVNFGFGPHQST
LKVEMKKSTRSKIESTELNVPGFTMKKWIEHIIDVFSRKVQLNIQDAQGRSIAEVYELLKQINIVTLHSELFEIPSHFMK
MFPSIETLGVFTESMPASIYIRNLKMVRGSNVTLNNLITSNCSQFFLENSQFSSKDLNFFLKHWLRGSNPYLLNIVMLFS
EANENRLVEAIIFDGIIDYIESRSDGSMKQFTVEKHDGTKATVVYCATSGRFFRIEID                      
>Cele_M151_8                                                                    
MTALPFSRLPDSALRKSLAQMRLVEQLSLSVLSKNMKQLITMQKRAPNLVHINVMQTTSLTLRTKSIPDVNFGFGPHQST
VTVEMKKSTRSKIESTELNVPGFTVKKWIEHIIDVFSRKVQLNIQDAQGRSIAEVYELVKQINIVTLHSELFEIPNHFMK
MFPSIETLGVFTESMPPSIYIRNLKLVRGSNMTLNNLLTSNCSQFVTQDSQFSSKDLNLLLKHWLRGLTPRLLNIVMLFS
EANENRLVETIIFDGIIDYIALKLHGLKEFKVEKHDGTKATVAYCATSGTFFSIKID                       
>Cele_M162_11                                                                   
MEELDSIKMIVLLTAHRAPLTKSDLIRNDTKAIKLCILYEFLQGTPTLKAFGNFCEAIGNDVIEYREFDYWYHQIGVECE
DLNEDICWNPKSKTLTDMPLNIVDTVLDNVKPIDRLVLRKVSQNLRSITKAREHGYKEVSLTVRPTFASIQIDRPRWPDC
DKIKYISQDDGSCNVVLGGKSSKIEGISYVKAAVNDLAQLMDNPKSQFEVMRLAVSLNGHPLEFEEIHDDDPLLEIKNRL
RREISVKIADALNGVKIQFQVETLIIRETIMPAIVSMVSRFKPGKVERIHISRYKIEENREPVDELVNLESWKKAIDIET
NTVSEIHLQIDHVMHSKRFEIAKETFSEKEAIQIRDILTKSTLFEEGLIKLPDYDYEAIGKVFDPAYVHTGPNAILYSSN
DVQFVIVCDEDRFSTT                                                                
>Cele_M162_8                                                                    
MAEKLTIELDSKKSSDAPSLFDMPNRVLHEIMDNVDPINRLVLRKVCRKLRNFLDNRDPCFKHVELSIYNNSYWIHLHSE
CWCSTRNTGLGGYCTNNFKNPVLMRISRNSLNEILRVLEDFLAIPKLEIDHFRIKAAMFQEKIENRFPNSKICARRLEIG
DFCPSQLTPIISRFEPGFLKEISIEWYGNRADFREIYDLEQWKQAKSIIIKPESYSTSHSYLNIPIEQLFHLSHFDISDV
TISVDDAMKIRNILLKSASLEYAWIYSREPILLEVVKVFDESFIGDFTTSEYKINQYRVTVDEKSLIIDKTY        
>Cele_R05C11_2                                                                  
MDETKLLSEVSGSSISSTLWFYNTVIMNSVVERLDFFDIQVLRKISYGSRQCIDLIKPDHKLLKIGIHVQSIGCALLEMF
TESTNRKVSYKASRLSRKSSELDYGNFSNDLFLILKNQKSALEELKMNFMQVDETSESSFKDVTEEEKKYMDEIEGNPQE
TESHSIWDQNENRFLKSFKDLHASLGRLLPVEKLVVTTRNQKTIVQLLQSVDPSKLNKIEFGTSFDVPASDVWSIEEFLV
MEQWRNAKELTIIKRVIKCDVENLVHFRKVDIILDSLSLKNVIYLRDMFLVSPDFLQFKVTFVNSDVNNSIFQEGFLGIP
FRIVTDSTNNQPSIWFFNCMNDTDDLQIRYYQNLKKFMFNRIPRESSPAIPRESSPARC                     
>Cele_R08A2_4                                                                   
MPELVMKNILGNVGLQSILKLRLVCKHFYDCIQLLQPNIHLNSISLEISPNLLICDIELKECQSIGVICRKTEDGYFLHR
RNRKLTKLIKTQDFYTEFREVFNLLLKYQRALLQRFSINFESDGDIKIFEELVHILKAKRRFLQVETIDISLLEYLQAVQ
VLTYIHPETLKTLNFHIYSEKCNDLDLLEIVKLKQWRLASNLNISSFAASISVSYFIQSNCSIFIQSSRMQYFIIYNRCI
SQEIVQEAFGSSNNWEPNQVWYFRIPEASKILTIMFCVNSHIQFFKLDLSSIPRNSIISSS                   
>Cele_R08C7_13                                                                  
MAVFTLLNLPEKSLNYVLRRMPLTELIGFALISKTTKDQAERLNVKMRSLNVSLDGAIRIHISDGSDNVFPPPWFFKFLV
SKVPKQPSKREFILMTSGGRNWTNPEFGVRQFLDHVLEIWHLTKIYLCCLEIDCDANTIRDMFDGLEISLFQIFFRNLVN
PFVQKMLTTFSRQSEQVSWRGNPFPLEDSHKIQAILGQFIHSVYLPSYFNDIIPLNDLLIADNVSICIGELRLRDVNIYL
KYWIHGSNTKLECVRLYLDRRVMRNENILEVLLKNVEYQMAPPEREFVYIRAVGSEEHIRGGIVVQRNDGTMATIVLNHE
NSYFEMFVHL                                                                      
>Cele_R08C7_9                                                                   
MGSNISLPLPFIIGIQSLFFYSDTMHVFPLPNLPEKSSNYVLRRMPLTQLIGFALISKRTKDQAERLNVKMKSVDVWIDE
AIKIFIWADSDERIPSVFVKFLVSQAPNDPGKREFTLRTREGKTWPKFGARQFLDHALEVCNEVCIIRITLLCDKIDCDG
NKICDMFDGLTIESLSVCFEHLQLVNPFFQQMLTKFSRQSKMVSWMGNPFPHDDSHRIQIILCQFIHSVHLPAKLFSNVR
VLLDGLLIADAVLLWNMDKMCLKDVNIFLKHWIHGSNTKLESASLRLDAQMAPPEREFVYIRANGSKEHIRGEIVVRRKD
GTMTTIVLNHENSYFKMFVHL                                                           
>Cele_R09B5_1                                                                   
MFGQKLYVAKFQNVFPESFRTFQNFLGNSKTVHMFLENFRTFPVGQIFQFFKVRENHMKFYLLISERQTCRICCLSRSAN
LPNLPSTANFKKIFPSLLSTANFRICRFCRARQTLRFAARLRFRVSANFYQVSKFDPKSKQFCDLPLGLVERVFGELDFK
RRSVIRNVSTGIRQIVDNSFKKTTKMNLSVSGVFTNTFSDDVEVDYNWDNIIEYSYKSSETEYKKREDDGDHTEIAVREL
GIQLNNPNHQLEYLEFWIKPLRYFTEEERTERWNCLEKFFKKVENSKVAKISFVGFRGYKIATILQSFSPGTLTRLYVNV
ADSDISQIIDAEHWIYLKKIRVLSPSPVSIPIDAILHMTHFDVSVIHLSTDDVAKIKNVKVHLDDDWHEEELVGAVGAEE
EEDEEDEEEEDEDEEEGMADVPEVNEAVHRVNIKLGDADITVVVSPTYLKIAKNTREN                      
>Cele_R10E8_3                                                                   
MNEKKELIANGDFFNLSEKHLMPFLTSVNTLSCLSIIDGTSGDCLYRGILELILKKRRNLLKVNEFVVSIPSKQSQDHVV
LLVAMLNRDALEEVHLKTPSSIAQWKNSKFLERLSALSNASIIMETNDRRDLEFLKEHCVRSSFGKLVLKGSFDGNQACE
LLGFGAPVYANRSIQTWFFPSQDQNVYISMAHGFLENISTFTFSRVSSAQMLQETHPSSIPTFDLVKLTGHQPVIEHILE
SLPFSSVLALRDVSTGLRIYLDGDRLHCWSIRMDVHFDENSAIVHMFCNGEEISRPCTDMALLKEWLNRQESLHNFSNRK
PSFETFHCDFERYTLEKMQNLGIFLGSFRNKISMAHLELKGSSELEFIQLLDCLDAKKLRKLTIFATVGDVNNGNQALAL



NQIRDTPHWNHATELVVKGANASVSIRKLIHFLKGTAYVETIPVGDVLFLAQELLASSLSRNFKLSTSNNFDLQSLIHSI
GCPPKSETIDGIVQYKWVLEGKEKKLEISVKDDVLTSIQMCI                                      
>Cele_R10E8_6                                                                   
MDNLFRRLSQLLFRFERKTRALAHSKILTSTLKRLQNSTRIGIRITVSICTIRLTIYTRSTPSRVTIVYQEDGWIVSDNK
KELIDNFDYFFVFMRHLHSIFASKIPVSYISIQFICDLRARLISETTDEHTEMLFLKELSEMMESRNQNVKLKRFSVHFH
GVTLNNSIEPILQHVEAKVLVLKANCDEDMKYDFNKIVETNIWKSARVVDIDSLYLSHAHKFSCQPVEEISHFSSVSCIF
YSINFDDMVFLKEVSLFLVLNQLLSKKYKLQHFLESPNAREFLISYRKFDEQPMISDIYEMGLDTIFGKPVNVEYKEEDK
IYKFRVMDTEHDISIQLFLRRSGNSSIIFTREPPSVKQIYDQTVHNYHSHTIDLLERNGQETNALLVIRNDSILIYFTYT
DKNTAEKKVENFEYKSLETGCSAVVSERRTSLTVNLDHMSLFLTHLKYLLDNLTTFESFSFGFNEESCDAEFMNRLNKTI
PSNSLKADGCCISFNRHPLITDYITSVLSYFQPGTLENIAIHTAPHTIAMELEDIAGLEQWKRAISVAMCNTTLKLSSKS
WENFKHFSCATIISEPISFEDLSFLKEVCNNCTTGKYVKFQHFLTSNTPRQIKLQYLRSSEDNINVAQKLLELFGPPAHE
SYESAKQCDRTWCIAISNQDNCFLVKHKFCRPREYGTFVFSRKLAAEMEWINSSPSRSQILSAFIKCLATYKNHSLEVHT
AEDQVRIMFSYSSELTSYRKNIVYKNHREGCLLEFDVHKIVIDEDYVTVSCEDLNMVLETVESIDTLLIESEEISPSRSD
DDPNNSNETVFGCCLTKLVENLKQRKQMLHVRNFRLNLNMQSPSDQVYSILELLSPEVVELKTSIEDTKLELSEINFTKT
KELKAESFLLSIPIKLLSKFSKVAVTLQDFSVEDLVYLKEVLLSRFYLRSHSYYVFQHLLGSPTPFKFTINDNRSKEEHV
NAKNLLEEFGTPDRIQDDLMEWRIRIPGPKFDLLIEYRPCVPMGQSFSFERVVERVEEHQRHEFTNQPIELPLSYTTHSL
ILPSTLNTTKAFKLAEVRLSLYSTSITVGLYCTLQGQRSSRIHEYQHHPNGCRLQCDHQREMVRNRDFVSLAVSHLKTIL
EGQNVILEFSVHLCDDSEYIDKRCLEDLVEMLRSRRRQLKVRNFKISFFEQPYIKIAASLLSYFDHFSLVRITLNTPLHG
TVIETEDCDLLVSLDQWHCASELLISSFVFSTALENFENFSLASVTVPTISFEQLALLKENLTYSTTKFCLVINFHGYED
EDSNDVEARRPQEIFGEPNVEYGSEEFGHKNWHLPMDDREYRLAIRYQHCGAEGIPAYVFTREKQEDAPPFDMLRLVTCF
PMVMKNIVDNCAFVSVEVLRKVCKDLRYFVDRSRSKSKFQTNDIAVSLNSDDLKLRIRQSNAHTLFVYYKQPIGCRLDII
ELTPDGATRNYREHHLTDDTPLNYLMRDLQFVLKDQKNCLRSFHYWVAGEHEEAQEKLKRVLIRSSKLQVKCLILAGRTE
SEILELLECFDAGKLKLLRLDFAKITEEDEGTLEIARIAETGHWRTAEEFVVAECVLNTDPLNFNQLFGNFKSQKVCLQN
FTVDNLLFMKQKSLSTSIKLFFICENFDMENLYELIGRPLLVTEDAVKVRKWFFKLIGTLEHVLLLRINTENGKIHVQMF
RIPVSYVPQNATIRDD                                                                
>Cele_R11D1_2                                                                   
MSVFCCFSKLFMREQAEKIVPVETETPVFPLLDLPIIVTREVIKLLDPIDFISTSLASKTTNHICKSIHTAKKLPVSINM
NVAVRDKNAEIKMSIEESPNVLWVFHFTQDNHVKEREVMNDIYILMWAESDKLNKKELFKYGDVIYESTRTTRKVRAIEL
FTSDVLTAVKQWIDYLMELFRIKLETLFIGSKVNKANLDKVLSLFNENLPPEDFIFASYRKNDDFYPMILDKQNATKNLT
LRLNAFEEFHYDLSRFEYDSLEIKHACWVKFSQLYDLKCKSIALRCTKFERNDLKELIRKWRAGWTPKWESLYIKFWSFV
NVFECVEGDYDIIATRQRNEINLESQIQLYRFQLGYVCSPKKMIMLYGFHIVRENRDVASILMVDDEMAMFYVQKMDDDL
LEINLHADMFERKQ                                                                  
>Cele_R13H4_5                                                                   
MLNEQIVRLLSLMHIHPPSAKDAAGGNSIVKRLKFGKKRNSPKFGNLPESVWDNILDNLSPFERVKMRRINHKIKNVVDK
RRKRVLYADFLRTDVDTILPPETNGDGDFFRMPKTPRIVVHEEARSILIIVDTHWTVSDAVKMMAAIRYYGENAHTVTLD
ASLAELCVAAQSTNDIAFWFAFQSASGTSDPVCQSSKAPRWVPDDFRVRSVQSYEQDQLTAYSQWSPRTQVIPVGPLFPK
ATEITIRASVPQLRRLRRFPVYRSPLHRCFMDPNNLHILRLVVSSNNSSGRRGRQVAQSLKMAPFLKWANAQRLAHRFSV
QFV                                                                             
>Cele_R17_1                                                                     
MAGFPILRLPSKPLRLLFQTMDVYYLVSISFNSKFAKSIVESLNLRANNIILTMSTIISIDVQLNTLESLSFKVSEIGLR
KFLDHILDIFHQQKVSQLTISSYDYQSIIEEFDSLNIETLHFTSPYMDTFHGNLLKRCSWNFDELLLSCFSPRVQDFQAV
TCCNFKNIMIKQDESIKLEDLLVSNISEILMHTLLPLTDICLFLKHWINGSNQWLEILIMYAQNGSNLDEFTTIALNGID
YQKPPTDGKLDDFEVFNIRRKDGTAATITLFNSPRYPKYVKLNVCS                                  
>Cele_T01E8_4_1                                                                 
MTNAQPTELISLPSELLCHLFTYLPQRQLITEIPLVCRRFNTILNDDKFWSRRIRTEQKVRLPDCELKHPEYEPKKSFYA
MHRQRDRWRAWETQTVITAPGHSATVDSVMLFENNNKQFCLSGSRDRTIRLWSIENARNGEDTEQNPWTVAKDDTAHSGW
IWNMAQESTSTNFYTTSWDSTVKSWHITDNGALQNLNSVNVGSAAQCISCSGNENEVVCTTFAKRVAVIDSRTFQVVADH
KLHKRAVIALAVQGDKIFTSGEDRLMMMVDRRNFSKPVLFEYSPTAYKSCLSLQCNQLLTSTSDGKVKLYDANNFNVLQT
YSVGSYTRQSFLEHGAHLIMARSLKRNYTFSIYSPGTRSQQWCASHELAAEPAKFDYSPSSRTLAIGNGDSSILFCLPAS
APDQEN                                                                          
>Cele_T02G6_5c                                                                  
MERPPNSLADSCSKLKIFKIAVKFLMLATIMTAFIVIFFKMPGKVFCSHDYTYFKTFQLLISDVVFKTILFEAMDEVLSN
SLLDEFLDILFRTLCHLQHKLWVKIFRLYKKPFNLHNLPYPAYRKIVLQMDICDMLQLSRTSSNTCLKTKKVNRKIYKLM
ISDPKLHDNNLITEDPLRQVYVIESKADLDFIYSSIKRVYGKNEGMFSSANFNYWIRTFCEHQKEQEKFRSIPYANSEEL
HHLLNFINQSVIVDELDLLIHHNSLFGDYKSILSHQMLDNCHDVEIFGPDFSLRNDEVNILLDRINLSGKLSIECMFSSS
FNKEILFNIPQLEIWNALSFTLQDVMNMNCEVIILQHHILKSLDINRLIHYWLAGKMPNLRRIRVNANPDAKMLRGIVNY
AWHPRRRPQVFRDGLEQLDCENGMDIVRSDGRIATLLDHNSFVDFLVWPHSSL                           
>Cele_T02H6_5                                                                   
MAISKLFFAYFHKNEKPFKMLCLPLLPLKNVINQMSFESVWRLSKTSRKMYEKIKNVKKSIYKIVIDNRFEYNIIYPRFK
TRILRFEKKSDFVSVYNEMGTNKEITASVYLKFSVDFWIELFYKLDKRGPGKLRSSVYKLNHLKKRLKYLNRFDELFSIK
HVDLVIDKYKLFGDSISHPLFQKCDYMEIVGNTSYISNNEMNFVLNNFKLKNGLLTNCLIAEDFDVTAMQQIPRLVIFNA
QHITVEDLIKMDCETIKLCYHQFKPRHINQLLHHWLSGEMPKLRRFRLNFYCDTTWIGVVLSGIEHSKWDGQRRAKFFRD



GIESIDCGNGFDIERNDGLLATFSSLEDSIDFVVWGNISAL                                       
>Cele_T03F6_7                                                                   
MSVFCLKSLLFQIAADKKDNWILLPENVKIKVIEYLDYTEKAKLSMTSKSNYDLVKKVPTHIHCLQFSPIRHNGKCAEIL
VNFDESNQKSYSFRFDRYGKRNGLNITKNEGSTEMRSVKGDYRKAADDCFQGWLKGTKIHTLDISFSDKYNRPVSAIPHW
LDVISGENIYFMLMSDHWEKILCHEKFSHPLNTCKLTGYDGIGHEHLSTICCRQIQLNNVKDEISFNYLATKWSTGNLPD
SFDWLAVTSVTRPLRTERLLADIKVQCLDERVFRKFDKDIQDHEMIEYLLIFGSKNRYALFCGLNNYARFSVINEKLVEA
IPHLHVNLPEYMAKSQSIDVTRKNTVENWNS                                                 
>Cele_T04A8_18                                                                  
MSLSKQEHPDDRISALDFLGGHLKIGVTKPRPQIRFDLSKRHVDFGFNIKQFFTTRIGKPKELNNEKLAVIQEVIEEEQF
PWLDLPVGLREQIIHKMPLKSRISLAATSKGERYLVQNMKVECKLFVMDDVSRRTSNLLRYPDLHWRVFSRPGKRYFLNF
ICDWQHDIAICFCEERRTLLGRSGATKVYWLTPGGKIKKTVIPNINAFDLAVQTAKDFFKIITEDCKKSSLALPGWPEKV
FEIPELQKSFIIGSSYDDVESIHKTYDFFQPYSFDVYMHKTAIKYLWPFSLLTVARHGLIDWFKMRANDRSLCDQMLDKD
LRILILHDSFVSQERMRDYIDKWAHGGVSDKFCWWAISTHLELEVEEVIDRLIVEFVEAKYGPKFCIAEENPKKPQPVQT
VKMVRYVVYSALDPTKIAHLYIRDKMVLFANTGCAPRIDEYGLITYRTRSGINETQF                       
>Cele_T04D1_2                                                                   
MKRMQLSFRPFSSLWNSNRIKKGRSCSNQKKKCNSFNLLQLPYLAFRIVIHQLSIFSVLQLSQISRRTLKKIQQVNRKVY
KLLVYNHEFTPYGGQEHLKTYSVRQLVVIENISDYQEFYDMMWSQTTVSYRFLTTPPVTYWIRSVIKDYPNMKLNGISYM
SYENKKELEHYLNVLYNTFSIDHLDLMTDREKIFGDYRKVFKHPLFRKCHYVEFHEPSKFSTKDLENLQKMFDLHKFYAR
CDQKKHFNFQKMLKIPRISVHEAYNIKIEDLMNNNCKEIILWNNDLQIFEITKFICHWLSGKLPSLERLRLHMFHDWEIF
EDILIGIDNKKRDENQPKTLKYGVYSLDCSNGRDIIRKDGQIATLFTIGYALEFVVRDLTL                   
>Cele_T05F1_13                                                                  
MVLELEQLPNDVTEHVAKNLNPRDLIELSFCSEAWFHLISSFKTRIKELYINCKELGRTSENNNLAKALIGVKPFQRSFV
HIFVYQRTLEELDEFSGDPKTCSRVFGERELKCQIDKSTIKVFTMDPIDTFYSVMEHLLNLFTGSIHHVNFGQCTPNITG
IILKLLKMEGISSCNTLSIPSGGAITSDLLEYLLQNPNLFCLNINCAVRGSFQFVKEVNITHLSLTYPEWVTNRNILNFH
CETINLEDPNINGIGLNSFIKTWMKTDKKKLKRLSISFCKGWNWEDGNNIFDGIEYELFDKNLNSGTQFYEDEEKKIDCL
NGRNIKRPDGTLATIKCDDLHFYFVVWNY                                                   
>Cele_T05H4_2                                                                   
MSDSPRSDEEDLSEGSDSSVSLHQIDPKIQCIVTDPRAVRILILHQHLQGIPVFNAYKAMNKVFGDHFMEYRHFEYWYMG
LANGSLTVDSYDRFHTSERKEFTDFSTYFQAMILDKLNPIDRFAARAVCRGFKSMIDYQHSNLKTMTMYLEEKSVGLKTN
GGYVTYELEDEDCQVNYKKRKMIVKDKKPLEVAMKDVSRLLKIRGLDMDYFAIIMTEIMEEEFVSFDAINDVLKSIGILS
AKSVLLDWFHTFEITVLLKYFKPGILEDLTIKCLESDEEFTGNLVYLEQWKKAKNLKLSKVPNFPIIVEHLDNFKSLNFD
FHGEPFSRDDIMKLRDEVLLKSTKFEYFSCKNVKFNTKMFVKVFDARSTLFCSSGSIVYESSNGIFDIAYHPNGFNIKKK
IDSQV                                                                           
>Cele_T06E6_13                                                                  
MSNKLISVDVTYVDPNNNITFQYLDANLRFGRSSVHVIQEFFGKNLTRNIIPYRNIKSKTLKRGRWSKKVEIQLVAKNLK
DSVKVKMEFKVNQDLKTYATIDWVVDNFNDLIREYQEKTQPKNLSRLQMLQNRCLAIFGKTSKERSASLPDLPSELLQKI
TKQLDTRNRMTIRKVCRILRDAIDYQGSGVKSVKVGKDCMIIDGKYVKYRESARESCMVIYEEHEKAMVYGTIQQLMFND
LAILLKSPNVQLSLLDLAPPLPTVCHKTNVNFVEDVFKSVKDLHLEKINFKGINYEEIDTILRHLKTGVLKEISFDYKIT
NSTIIPPIGDMVYLEQWKNAENLCIHSHISLGSLLDHISHFHTIDILCHTFSRLQILQLQKIIDTSKTMRKCVFRGPINL
FGLAKVFDPKYKNKTHGKMSYVSKIGKRFLIEFTPQIFRMMEVV                                    
>Cele_T06E6_15                                                                  
MAEHNRICTTETRLTIHNIPIKIISDILELIEPIYRHAIRKVSRSLRAAVDAKTSGIKVISFWMGSQQDFRLFFDGFRVR
YTQNDSDCILKWGTFEKNEKVIKKGCASEIAFNDFGRLLTSKLNNLTVWLGEENEEFRKKTFQSLKVVLNSARYIDAKKL
TLNSFSAEEMAQLMSNFKERSLQDIVINPTENLGRFAEIVQLRQWKHAKTFLWDNSKGKLHSDVVPIEHFFHFKRFSANY
HIFSIQDAFKVRDVRFSKKKV                                                           
>Cele_T07E3_4a_1                                                                
MELQRKRSFNTSTVSHDFRKEFKGSFLETKYRKVKKDGKKNGLKSIAEWLFTKTSAKKNGAPVTSSAEKVCANMVTVKEK
PTYFDRIPNEILFEILENCKSTEPSTVLAARRLSRRFNACMDHIADVKINVLSRLVISGLGKKGIEMRWVSYEGQKTKTT
VVPWSTVRSPRSSFEFNFRRFAIQRILLKNVPLSDDLIEFLRRQFQYADLTKLIQLSLSQVDFSLSNCLSLHRFLAPVAK
TLEIFEITQCTGMRADSVTDEHLAQLDAPTVRRICIDGVRFASNATRNLDIGDGALRHFARLGAFPTMILDRCAVTTNTV
CDYTKEWFEQCNESEKQLRSQVCTVKRCPKVKGSQFESECLRRGLRCKNRRGSGSLTLYNVQEENTKREFTIALAALEDK
ELAEKLKISEQNCNNNNLLTVPPSFQL                                                     
>Cele_T08A9_4                                                                   
MELPELLSCGLIKKKQKQPTFERFLQLPSEALANILKILRAVQIFELSQFSMRMRTLVKAAYFLNLFSTSKL        
>Cele_T08E11_1                                                                  
MSYAFKLLQATNNFTITTLSVRFHCRENHVDLVLDFENHFKLSKVTYTFKEEDTLVEVTEYNKLLVKEKHYIKVVCDDLL
YILKNAKFAEKLDIGISSFNDDEESVAAVNRIYKQFRNRSETAEGALFVHSLGLQVENVSQLRSVLPCFNPNKLKELIIH
NKTIREKTIDFRDIVETDHWKNATHIKLEGVSVPFDNFSHCEDVRIHASKVSANDIQTLVEIAYKGSSLRFFYVRCDSFD
EDVTEQLLDSLIGKTQTNKFGKPVRLIGDKLEFVHNPTWKTIGLFELSDKKDDESMEDLTTTVTGSSKAATLCFSNRLIM
EKIVKHLDFFEMVVLRKVSRGSRQCVEFFKPDPQLMAIKISVKPGFIFLEVFDRSDCITILYSAPGSDIEESTFTYTEHK
SDINNFSSDLVHILKNQTSALKELHVTLEPSCGWDMDFMAEQRSILSDWQLSGDQFIETLNRTFFSCGTLFPVEKFILTT
ICLKQAALTLQNVDPVTLKSIELRSNSFLNIVQPFDDLASLEQCKNADELKMENFRVQCGLEKLIHFAKVDIGLYSISLE



DVLYLKEKFLMSSKFRQFKAAFHETDVNNSIFEVNFLGAPRRRVDDITNVSEGQPSVWFFPYARTMEDLQIRYYRMPKLF
MFNRVPRQF                                                                       
>Cele_T08E11_7                                                                  
MLKLHKSPTLLNMPIGVANQILEKLELLDLLTSRKVCKSLRAAVDKFGIDIDFVKFQVDGFAELNLNGQKIKYAENGGTG
TIVTFNGQEKIFPGENFISIAFKDLELLLKNSISTLELFMPEHVPLLLEVLRKAGPVHTEHIKLSRFSIEEAHSILPYFN
AQKLEKIEIFLAQSSEGFDRIRDLEQWKNLKSFTFYSIAAPLGKEQIEHMFRFENFNIAVDKFLVQDAIRIRDDLLHRSA
FQSCIISFRDSNSTPKEIAKVFNSDEEEDFLWTNDSHTFRITIFDEVFSCSIR                           
>Cele_T09F5_11                                                                  
MVKLKSIKKLFSSSKPASSHTATFSELPTEVVDEVLRKLGPIDRIIARKVSRKFRAIIEATCRFKEIKIEIASFYNPTVS
FHLDDACITYETVGQSCIVSFGKKRKKVKKRNCVDVMLDDLSSLLRNPKLNLEVFKLQFYIFVEANHRETLVNSLPVVLK
SAEPLNVSEFQVKRARFDEMVPILACFEAGKLRKLSFLQSIDQYDLFETIVHLDQWKEAKVLEALFSTYLIDVEELFHFE
HFKIKTDSFTTEDAIQTRDILTVSAHFQYAKLFFPENRSTELARVFDPKYEGPLSGSINYQACDANFIIDFSPHHFEIKK
IFHT                                                                            
>Cele_T10E9_1                                                                   
MVRKPIEILDLPPELLEKLIEKCDLISRCKLRATSSTMNHAVSSTKLFIPSVYIKDLHSVGVLVKLTFKLFKDVHSLKFK
MTPECDTRISQSSKNDIIIEGSRPIDEAIAFLNRMCFQNNVVIGFLTVELSDNFEELNNKFMETLDNMESSLKVQSIFWR
NPRKCDLLWKMFDKCDGSLLNGLKIDGQARDDDDDFDFLGKNAAIVQKMDKIEISTITTATYEDVMALKASVISLKSKKF
TGDLICDVIEKFVATRSTGSKLDIMNPSGLDFENIPAGFTQVEQDSGHNVYHKQLPDDQRLVVLWKSENWINLEIGKTGN
YDFSPSFKKILLGLPHFADDSSEYDDNYDDYDNDEDSNFDPDYDYERYEDNLDESDYEDTDYGENEEFY           
>Cele_T12B5_1                                                                   
MIDIDSKAHQRNFLLSTFINMSLDVANLVLEKMEPMDLLRARKVCRSLRIAVDKIGFHFGYINLSLMKNEVEMKLSGTKI
RYITAANGNTNVIHNEQTKLIDGENFVERAFKDLMIVSEHALKIIIRNSKDSDIVTTFNKLLKSETCVPVKEIRLLYFSF
DEVITILPCFDAKGLKMMALEYVASNDQFEQITHLEQWKKAENVELSMSVIASTVILNSFHFKSFIIHQVDEFSAQTAIQ
IRDDLLRRSTFQSCEIHFDKSETNPIEIAKVFKPDYAGGNDFKIEFLNGNDKFDIWLEEYLYNYCLNVKRFLK       
>Cele_T12B5_10                                                                  
MTDITVGITVGIIVGIWLVGKLPWHCLGATIPIRHKGSSRDIAPKTHQKNLVLPTFLNMPLNIANLVLEKMELKDLLKAR
KVCRSLRTAVDKFGLRFDQINLFLGRDNVEICMRGTTIRYTTAANGNSNVTHNGQKTIIAEENFVERAAKDFKILSKHAR
KIDIRNFTENRRDIIKTFNEIWNTEKCILVKEIRLRHFSFDEVLTNLPWFNAKKLKTIELNWMKSIDRFERITQLEQWKN
AEVVKIGSKIASIMIVHFFHFKCFTINHIDEFPAQAAIQMRDDLLRRSTFQSCYIIFYKSKTNPIEIAKVFKPDYTGENV
FNIEYSNGNDKFDISLQEFSYYFLLNMNRSLSV                                               
>Cele_T12B5_11                                                                  
MSDSNRDAQHELARIHRSFGPISPTLYNMPINIVDQVLEKLEPMDRLKIRKVCRNLRTCVDRFGIHFNYIIFHIWKNAFE
LGMDGFHIRYTDAENGGSTVRKDENQETPIEGASSMKIAFQDLKTVLKHTSELRISNEHNEHEIIKSFIEILKSVKCIHV
KTIKLVNFSFNDVITILQYCNTKVLESIALWDTHINRQFENIAHLDQWKCAKKCSLFGDKLENKLIDHLFHFQWFQIQLD
DFPTYIAIKIRDDLMRRSTFQGCQIYCDTSKSNPIEIAKVFKPDYDGGNEFEIDYSNDNANFKIQFNSFRNSSSRFDMHK
L                                                                               
>Cele_T12B5_2                                                                   
MPSINPDAQRALTEKRGKELDKWIEMKCVRFMSGIEPFSPTLSDLPTEIIHHVVEKMQSIDRLRARKVCRSLRSAVNKFG
LRFDHILLYLQKESIEIWLGRPKTIYTTAANGSLSVIHNRQEKLIDGENFVERAAKDFKIVSNHAREIKIWKNTYDRRDI
FTTFTAFLCSKKCILVEELILWDFSLDEILTILSCFDANVLKKLELQWIESVDQFKRITRLEHWENTEELKIWVSNFDSA
IIVYCFHFKCFDIHKLDEFPAHIAIQIRDDLLRSSTFHSCNISFDKSKSNPIEIARMFQPDYVGGNEFKIEFSNGNDKFD
ISLWNFDANNYQLNVKRL                                                              
>Cele_T12B5_3                                                                   
MPELLDMPLALVNQILEKLDPEDLLASRKVCQKLRTAVDKFGIHFNAIEVICTVDNILMKLNESLITYTNASKSGTTVTY
ECRRKTIGNEDFTSRAFKDLEIILEQVPKFTFRIELYDSKRKNQKNMTKFITSFINFLKAKDCIHVKEIHFNRLLFDDIL
SILPFFNAKVLENIKLSETDNLKKFERLACLEQWKNAKTFETPWVLVHNCQIPIEQLFHLERFKIVIDDFFKQNRIDIRD
DLLQRSTFRKCEILFEKSNSTPFEIAKLFKPDVSKSDNYEVEFSIGGKMFRIISSTNCFLCEIL                
>Cele_T12B5_4                                                                   
MSTLLDMPVEIGKLVLKRMKPVERLVCRKVCRSLRTAVDSFGIRFNSVSVDLYDDYVLMDLNGLSIKYKSEENGTSAVYC
NGKRIAREEDYLKVAFEDLMAVMDQTSQLCFRNKRKELLNSITSVTDILKNKENLCVKEILLNTFSFDDALLILPCFNAQ
VLESIELWEAAPIDHCERLTGLDQWKNAKRFRTHDSRFQNEKLQIGQLFHFEKFQVEFDNFSILDVTKVKEDLLKRSEFK
ECSLIIGRFDSTPFKIAQLFKPDVAEDMKYEIKYSVDNKIFVIFINRQVFCCELM                         
>Cele_T12B5_6b                                                                  
MTDIAPKTHQKNLVLPTFLNMPLNIANLVLEKMETMDRLRARKVCRSLRTAVDKIGLRFDYIYLYLRKDEVEIWSGTEII
YNTAENDSSSSNVIHNEQTKLIDGENFVEKAAKDFKILSKHARKIAIRNFTENRCDIVTTFIKIFKAEKCIHVQQIELSY
FSFDEVLTILSWFDAKVLKSIELDGIKSIDQFERIIHLEHWKNAEEFSINSRRVECTNAIVHFFHFKCFYIYKLDEFSAH
TAIQIRDDLLRRSTFQSCTIYFVSSKINPMEIAKVFKSDYGNEFNIEYSNGNDKFGIFLEDLQYLNKNHFKLNVKRL   
>Cele_T12B5_8                                                                   
MVDIDSKTHQRNLVMPPFLNMDLLVTNLVLEKMDLVDLLSARKVCRSLRTAVDEFGLRFGVIVFLLRKDKVEIWWGETEI
IYTKTANGSTNVFHNEQTKLIDGENFMERAAKDFKIVSKHARKNYIVNFTKNRCDIVTTFIKIFKAEKCIHVKEIDLSTF
GFDEVLTILSWFDSKELKTIELRWMDSIDRFERITQLEQWKNAEVVKIDCSEIASTMIVHFFHFKCFTINRTDEFPAQAA
IQMRDDLLRRSTFQSCDISFYKSKTNPIEIAKVFKPDYTGENVFKIEFSNGNDKFDISLQEVSDYFYLNMKRSLSV    



>Cele_T13F3_5                                                                   
MSNNQKHPTLLNMPLEVANQILEKLEPIYQLTSRKVCKCLKTSVDKLGTHFYSITFHILSREAHIQLNGTEIKYIDAPNA
STYVIYNEQKKIIQGENFINLAFNDLQLLLKNPISKFEFLEDKSIQDNGLRLLDVMKQNGRVHLKSIKFSHCSIDDVLPI
FPYLNAQVVEEIELYFFKSADGFDRIRDLDQWKNAKSFTYYSLVPMENNQTMHMFHFEHFTLTLDKFLLQDAIQIRDNVL
NRSTFEICNINFRASNATPSEIAKVFKSDYTDDDGDFLWTNDCKTWLICSHHEFFSCSET                    
>Cele_T14C1_3                                                                   
MSDPRKDPLILRKFAYYEFRQRTQVVKAHSKLNELAIQDGLQPLSYREVEGWYLKFTGGDFDLEDDIRIDTNDRNIMDLP
EELQKCIFSNLNCTDFNRLRRVCVLFKEYVDAGEPMYDKIEIEFQRTMILVKINCPKTGLRITRYEENGPNCNFITSEGT
ETKAASFIEEATLDFYTAVKRKHTKLVKFTILVANNLCTAESDAKRSRFFELMDEKLSSLPSQLCVERLDIYVKNPIELE
TILQNMKPGMLEELLVLTSYFPDTNDVHDMDQIVVLPQWAHINKLLICLRRTNISLLNVVHMKKVSITDKIITLDEIVKY
KTALQNIHSMQKMYHQITCNLSQEDLKNAFNLNETLNDRGTIFGTLTLSNGKFMNVEIRERGFTIRC             
>Cele_T16A1_8                                                                   
MDAVSFPILRLPQSALKNALRQMCLMEHLFLSVLSTKAKQHITMFNEVQQDVSLIVRSSEFIFTLQSKKNYYDLHINFKL
SNVKISKLFFPGHVFTTISVPEFTAKQWIDHIGSVFLKNASLALLVQNPEKRMLEERYEYIEEFRIVNLEIHSAEIQDIP
LYEMFPLLKCLSFVNVPKSKSILIQNLEELQFNVSKVTLNEIVLVNCSTITIDNQVISDKNLNLFIKHWIKGSNCQLKSF
EYHIRPTERLRFVEVSLFEGIGYMEKEEDDHWKRFEIKRNDGTKATVLLSKTDYISFVISPGSHTPVRNEVEIGKVEVRT
YIVSKDGIQTDPEKIKAVSKFPQPKNVMDVCLSIDDSSKTLWINYDLN                                
>Cele_T17A3_4                                                                   
MTNGFPILRLPSKPLRSILQTMKFVELVSISFTSKVAKRHVKALNMKVSYINMFLSRLTIRLVVNFNGTLPLNFRIPDRN
VSEPRKLNKKLNYMKVKEGPIFEETEVFEWKPSGIRFKEIANHVLEIFHKSEFSTLMISHDYDYKTMLQELKDFKIRKLC
ISSDRIQNSELRRNLLEKYSRQFRELALDYHSLKPQEFHLIVSISYNNCYLYKVPMKLEDLLVSNIFLMCIDKPCPLKQL
CLFLKHWINGSNDRLEYLEMNLPANSTKTQFISIALNGIDYQLASTDKEWESANNGLIKTTVVKTGGFDIRQNDGTIATV
TVDETFQKLRMFVWK                                                                 
>Cele_T17A3_7                                                                   
MTSGFPLLRLPSKPLRFLLQTMKLVDVVSISFTSKAAKRHVEELNINVSYINMFLSTSTMRLVVHFNGTSLTIQIPENDF
SEPRKLNKKLNYMKVKKGPIAEEAEVFEWKPSGIRFKEIASHVLEIFHKTEFDMLMISFDYVYDIMLQELKDLKFRRLHI
WANCHLQRVPMKLEDLLVSNISEMRIDKSFPLNQLCLFLKHWINGSNDRLEYLEMNLPANSTKTQFISIALKGIDYQLAP
TDKEWESANNGLIKTTVVKAGGFDIRRNDGTIATVTVDETFQYLRMFVWK                              
>Cele_T20H9_1                                                                   
MSVSPTFLNLPITISAQVLEKVEPVDLLACRKVCRCLRASIDRIGIHFDSICFYLEDKDVTIYFDEIAVNYTSAENRDVR
GKYKMIIRATNFTERAFKDLGTALKHARKFYSEKGFIDQAAWATQFIDGALKGNACVFVEKLELHKLLFSEIHSILPYFD
AQSLRKVQLWETDVWGQDPNAEENFERITQMEQWQNVKTLGFQGTAFKFSIETLFHFESLSVEFDFFTEENAIKIRDDLM
KRDTFRRCEVWFNSSWFSTAQTFDPDGYHGHEYDIDYSNDDGDDFSIRCKRVEFYDGDEEDLNPYELIIEKF        
>Cele_T20H9_2                                                                   
MFSKSQSSTFLDMPMRIAHLVLEKMDPMDQLSARKACQKLKTAVDEVGIRFNKITIKLEKDLIRVELDVDKPYGKCIQYR
DETIGTIVIFSSGRRTRIEKENFVQTVCRDLKILLKHAESVEIHSNQARREWRSYRNDYIDRHFTTELAKLEECFHIKEI
CLISFWEEYVLRMLSLFDATTLQSIAFCENPDLSFDKIIQLDQWKNIKEFKLRRRDGWFDSNMLAYLVDLQSFTIEQTWL
SFPIQCVVQIRDDVMRRSTFQSCTVQFGLHYTERIDFIEIAKVFKPEYAGGNEFEIVYSNDDDKFMIKCQKFLSNDWWDG
FCFCVKRLSSDDFLHIKNYFDSIFIEPAL                                                   
>Cele_T24C2_4                                                                   
METAEEVDFLNSEFKKLCKEPAALTLSDLPNELISQVMKNLDPQNRLTLRKVSRKLKDGIDMCGFKSITLNGFDDYVKLV
LDGKCLEYTDMYEGCLVKHKNTLKLIRDTTILQLVYRNLVTLLKYKINTFNLSYWFFNNNPTFRDTELSKLIETLKKVEI
VKARKLRLNRLSTKEITAVLQFFEPQLLETIQIEHAGKADQFNEIVQLQQWRSANTVTVRFLHDKPTVPLENYFHFNVFQ
TFVVDFSVDDAIKIRDILLKSPNFIFCHLDFPPYSLNLNDIARVFCPGQDATDEENISFIYKSNDFNFKICMNPCSMKVV
KLSKPTKP                                                                        
>Cele_T25E12_12                                                                 
MNAAKSGVQNAPILKLPVEIIKQILEKLNPIELAIRKVSRSFEVLLDKLPCQIRKLVLWVSEDFPTIIVNDDYEIKHETE
NCAKNVMQKFSGILQIPNLEFESLEIFLWDEETRDMYFKLLLKYFKSRTDRIYVKTCVFGELKVSQIALILPFYQAGTLE
EIHFANNGETDDLEQIVHLKQWKRAKRFVGSGDLEAYSITIQHLFHFVRFEVHIDRFSIEDAVSIRDKLLKSASFENCTL
YFPQTDYLEITKIFGPMYTGSIGGTINFKAEKTWSYSLKFGPTFIQITRIESQS                          
>Cele_T26H2_1                                                                   
MTPTLCQIFCEPVICTNWATMTTTAFPILDLPEKARLNAFKTMENVNLISLSFCSQRSKSIVKSTELLHASEFIIILSTH
ITISMNFDNSFQVYFYLNIDALESTCQNSIVPLKLGIPNRVETSFDKIADDYGTAYSKYDFEWANPGLEIGYYVEHLLDV
SNCDRIDKVICDTEAYPIDFSDLTKVFGGLKVRKFKFNKWYGREYPDEEARRHKANSDKLIFRAIMPVVNALEINENRME
NDLPLVFIQNLDKFKSFYISHQYQLNDILMMNCEHIHLSSDAQALSIKDLNLFLKCWMKGSNMNLEYLVIYGRNAHGSNV
VDVVNGIKHLEISKTLDLCFQLPRKLHSFISLKGSSSLHHKRYNIRRLEDGAVATVKIDVMNRRDTSFFFKVWNEVDFEN
NPILV                                                                           
>Cele_T26H2_2                                                                   
MSSFEHVKLGFHRDAVPFLRTFFIITAIFMPPFYLLRLPSKALNEVLSNMDVFELLSISFCSDSMKKAVKALSLEIENVN
VTVTEKEVELNFESWHLPSFQLTLRFTNLENLPVSAKIAEPMGYGSVGSQDIYKEPITFSNDSLKFTARDYLCHVLDVVN
KSEITITDAGGADGVSRKAIRDLFNGVPILQLIYDSDKFPNNVLKYTSCHAKQAKITPGLQLGILPYAHQVLCSNFEHLD
INTSSLNFNGLLNLNSSLVDLSYSRFTEKDFNLFLKHWILGLSNPDLKRLRTFKRVDDLESLLRGICFKQQPASRSRTVS



YNLSCTWTYQGGCDVRRNDGTEATIYIDKPEYFTFVVWEKSEISEISEN                               
>Cele_T26H2_4                                                                   
MSVPYFHLLRLSARSIGRALRCMDVIQLISLSFCSKTCKSAVTATNLECTSIIVTVMRTMLKINLHFRVVTCELVLNYEN
LDELPHSVKIWENPGNPLIGYIMEAEDFSTIAFANTSLSFTSKNYMLHIMDIMNKSTIDVDDAGDDVPLIVLQDLFKNIC
ITRLICISEISPNNMQKYASVHARDCMIPMSTDLEIHSSAYPTFCSSFDSLDIRTPLHSPNDLLNFNSSTVTITDSRLTE
KDCNLFLKHWLLGISSQNLKLLTVCFLIDDKNALLDGIFYTQQPEPRAMGFESRRFDYRTIRGSFDVQNVDGVEATLYLY
DFSFDFVVLE                                                                      
>Cele_T27E9_8                                                                   
MGGFPILQLPSKPLREILQIMDFNEIVGISFTSTYAKLLVKSLNVTLSYIFVRMGAGIRIEIVRHDRRQSIFIFSVDKSN
RTEQVFDNLRTFIDYILEIFHQSKINMLMINGSNYDFQSIKEEFKNLDMQGLYLTSYFMEDIEFHKKIAKDYSQHFNELI
LENNFLESRKFQTAISSNFKAIQLWDRFTVKLEDVIVSNSYQISVSKPLPPTDICLFLKHWINGSNQQLEFFFTRLSAGV
DRNKFISTALNGIGHQIAPINRKRVFVPCVYRWYDKNIEVKGGFDIQRNDGTQATVTLAIEAGRTWCLKLFVWK      
>Cele_T27F6_8                                                                   
MQNFFRKLSIRSRSPPAVQKKKSSHNLLKKNSSGLLRFIRNNDKLLDDEPIFDMPMHLMLHVIDQMSFFEQIRLARLCRE
VKEHLEEKYSKIRKLELRKRDINEACASDDAFERHSKAYVAIRIEDDTACLVIDDAWVVADFYVFLGMLEVFREGVETVE
LDAPIAELIVISMSDISLERWYAFQCILKAFNDVYEDLHLDSGFIADRDTFWPKCSDIVIHATKAQAAALGRILDYGVKS
GYVFDRRTMDHLRLEFEDLQGFDDKAINKQIYYFRCWTGSLGWDHRYEIVFNNNSPKECHV                   
>Cele_T28A11_21                                                                 
MSDSNVDAPSDPTKKQESLLNLPLDTANQVLEKLDPLDLLASRKVCQGLKTAIDRNGISFDTITFDFSDDQSILDFDENE
IKYADVDNDTTVTYKDQEKRFENENFLEIAVKDLKTVWNNVSKLHIYNYAEDRTDIITSFINSLKSEKSVHVKQISLSNF
SFNDVLNILQCLDDQSLEAIKLSNPSQINQLAQITHLNQWKTAKNFELCNGKLDNSEQIEHLFHFEEFGCGTDVFSVSNA
VKVRDDLMKRSSFQTCRIYFNVSQSNPVDIAKVFKPDYVGGNEYSFEYSDDIHKFAIDCFRVGESHRFSVRRC       
>Cele_T28B11_1_1                                                                
MSLKNIKKLSTHSHSRQITELPPKALQQIFATCSATDMTRCSLVNKQFREVIEDMEDERAESLRSCQKAKIFICDRRRAI
LEGVSTVTPSRLPRTPKNSESSDSGSASSSSIASTSSSEADSVSSSSKTKTKQQQTEREKELRRRNISDRTKSSSSSTDS
SGIHSKATSFLSDQYTDTTDPNWAFAFHFDEWLQEYDVNDVFFKNFCSFLEREKIEDPMSPSSYKGRTAYYENQLIQDKT
TAMSLADCQIVRLNPTAELEMRNQSAGRIERLADRLSKIRNAHFIFKDSVCYGARPPVTFFYFLSMMRRNTRALTFDNVQ
AASTIELHEVLNLSNLNRLTVIQPQQHQTIMVRDQLLINWMKLPDQIRKRISVHLVGCHEFRPQNLYNVVQEWLGLAKPV
VFKQISIDGGSYKYNEFMNIIEHLHDIIEKRPPRSPMNRSFGNEQNEHSIVLERTCRIPHPKDRRVVIQLKYCKPSRRMV
LTIEREDSPIPVTTLTPVSSLSRLARPQSAASVLSTPLRKISSSLKPVSPIPTNNSRQLGRPLSHDPCNFAGCRDNVGSN
MFTRIVNFLGTSS                                                                   
>Cele_T28B4_1c                                                                  
MLDLFRSKGEAKVSEHASTSSNTWLAKKKHFRDTEEWKVKKTRILNKLRALSKINLALVLSRMPTIEKLPDKVLRDIFQY
LSPKQINQVGLVCKRWRVTSQNPLLWKFVSFRPNYGGIQVNPQCIDHFIQLIGTRFSELRIVELATDLITPNVLYELANK
APKLQYLTLDFSTAMQLHDFTDLQSFPSRLKSLTLCLSENIFLEGFLRKVYTFISSVETLHIIGTYEKVEDEEEEVYETV
NVFKLKQFLPNLRVVNLWGVPFITDEHVDAISSNCAHLECLCVNYCPKVTGSCLKLVLQRCRKLKTLFLAHTKLDNNIVK
MVDWEKTRIEELDIKGTELNSDALISILTRLPHLRWLDASWLECMTDQVLEAWQNSNAMGSLQFLNMDTCDSINEQALVD
MIKRHGHQFHGLCLGGQHKLLEYFWMNMIPQLRNIRVMVMGIAEDCCPKVVAKIHVDQFVDCIAQNCPRLTRLEVRWDDE
TLRFSDKSSKFIDVLRMKCLMLHSIVLSDGQYYELVRSNFERADRMSVVRTTEMCRTGLLHCSRYFNKLLFN        
>Cele_T28C12_3                                                                  
MKLQIDLFLDTSKVLQIIEMPDSSSSNGKRLNKSSNNSASIQQINPKAKYIVKDPRALRLCILFQHLQGVPVFNAYKAMN
KTYGDNFMEYRHFEYWYMGIANGSLTVDSYDRFYAFERKKFTDFSNFVQRMVLDMLNPIDRFAARAVCRNFRCIIDNQRS
ALKKIEMTLKEESVDLNVNDGTVFYHDDFDKGCTVNYKKRKLFVTDKKPLEVAMDDVLALLSGRDVSMDYFGVILAMGKW
QWAMVNPKVSFKAIHDALQLIGILSAKSVSLDCAHTDQVVSLLKHFEPETLESLHIEILEFDEDSVKELVILDQWEEAKT
LSLTTVAYFSLIVKHLYHFESLKFNFLGETFLMDDIIKFRDEILLKSSVFKSLTCESVDFDARMFVRVFDPNSSRRDSSG
SIAYKTKKDTFIITYQPNAFNIKKKIDSEQ                                                  
>Cele_W04A8_3                                                                   
MSPPFPICKLPSLPLKEALDGIPTYDLFTLCFTSQKTKQLIKRIIRNFEDRENECKATRVKVNIDVQPDYIEVFDDFSEK
RVLYRGNYMKQALGTVKCSMHIHTFELEALFINSHRKDIEVELRQLLNFLKTEALHLPRLKFKHEHISSKLLKRILKFDV
YYLDIRVIKPKTMKCANWKVLSKYISVNLEGINISSKQANKFLKKLKEKGRLMSFSATNMKSSLVPSAVVKGTRSMENME
ISDSAEVERRSVFNCFRPSFVKPEYKFMMRITDYWNEDIVIWKHGFKFTFTDRNLPFFPNLPVSSCCCINVN        
>Cele_W04A8_5                                                                   
MHAVKPFPLCNLPLISLREVIDYLPTFDIFVLLHTSQKTKKLISSNIRDFVARQEHYKKQDISVRVVAERSYMEVIAISP
KIRSTRFKRNDINQALEAAKYLVDHFKCDTDSVWLRITHRKEDETRQIITSVKEINLNITNLQFRHERISSDLFNWLLEN
CVQDVHIWVLEPQSITVSNWNVFEKVRKYNFQGINFSSHQANMLLKSLKSNNNFVQFRANDIENSLDLSVVFEDTGATAK
MDTYRSVVFRPGLTVLKEYKPSKSRFVTENNNGGEMSICITEHAFSFQSN                              
>Cele_W05F2_5_1                                                                 
MYSLRISPEKNSVRSLRKFLQSSWEEIIECQEFYFWFSRFEKGMAEFDENIKYEKDINWKKPKILSFSDIPISVIHVILD
HVKPVERLVLQKVSQKLRSMLLSRNHGFKWIELHVDINKAWLMLEEENIRVDYTLLHFDTCVSFEQRSGSIDGEDFVTVA
LNDAAPFMLNPKYPLNDFQVKNDCRGWAQDDDISYGTTQRLKIAVSSKIERAFNSFNAEFHVKSLLIDIIGVKNTS    
>Cele_W08F4_13                                                                  
MTTVSFPILRLPQSIFQKTLKQMSLVEHISLSVLSKKIKQLIAMLNRCQLASIIIMRPSILIKLNTTLFHGFQLTLNSKQ



SIVEILQCISGRYQLKKLNVQAFSDIKWLEHIFEVFIQNQRVSVEFFDSSFHFFEIAKKHIKELKVVSLGIISCYDIKYC
QLSQIFPCLENLIVLNGPISKPTLTQNFKKLQLTYGKMTLDDLFFSNCSEFIVTCDSFSIKDLNILVRQWIRGAIPSLKS
ITIRFRNITENRFDECALFKEIEYTRKEEVQSVKRFTIERHDGTIANVLLYSTTRFYFTLVVGEYEWIGHFASIWM    
>Cele_W08F4_2                                                                   
MTTVSFPLLNLPTSALQKILKKMNLVEHVSLSVLSEHMKQHITMLNKNQTASITVDSTSIVVHITTDMFQDVAIVLKLNQ
SSVKVRKYTNNGYTKTQLNVRGFAAKWLGHVNQVFLQNKGVLVRYYHSRILCKEVLEYISVLNIVRLIMNTNYIGNCHLL
RLFPTLQTLIIANGPLPKSLLTYNLEMLEFDDEKVTIDDLLASNCSQFRIINSSFTNKELNILIRQWTEGSNACLKSIDI
SFSQIITSRFDESVLFKGVGYTWKEEVRPKKRSISLSVLSNRIKQLIAMLNRCQFASIRIVPTSILIKLNTFLFHGFQLT
LNLNQLNVEIRQFINRRYHHTKWLEHIFEVFIQNKSVSLEFFDSSFRSLEIVKGLKVVSLAISCKDIENYQLFKMFPCLE
NLVVLDGPISIPNLTQTFKRLQLTIGKVTLDNLFMLNCSQLFVNYRTFSNKVLNIFVRQWVGGSNPSLKSITISFPHINI
NRFDECTLFKEIEYTRITKEIDQPIKDSFMIERHDGTIANIMFYPTTRFYFTLVVGEYEWIGYDTNMWINVMNNFIDLFY
LFFRIT                                                                          
>Cele_W10D9_2                                                                   
MLLDYLLLLIITAFLIIAVIKIKLKKKPFHLRKLPHVAFRNVINSMDIINKVIDLASTSTRFRQRLRQANRKIFNLIIEC
YEKFSYEDEELHCYRRILVLETERVMQFAYHFMMNKARIQGIDWATHEDAHFYISSFCTNYKEVNKSPCLSYGTHKI   
>Cele_Y102A5C_1                                                                 
MSQLSPKNKNDLRQCVLYEFIDGKPVFEAYKSFCDVIGDSCMDYVDFEFWFMRFANGNLNLDFNFDKSSSLSIFNIPIEI
LVKIMNELDWVSRLSMRQVSRAFRSIVDEESKMPKSLSFGFYDDTVFLQYDDSCVKYKDLEEEGHDDKIDIALFDFGVTL
INPRLKLDYFEVLIDAKHGLDIDSDKCFKSLEALLKARNLPLPVKNVNIETNSGYEMNHAKNIIPYLKSGVLEKIVTNCD
SSSFENIEIMKEIVELDQWKQAKHLEIDSLVKIPIENFLHFEHFELFFEHLCFQDVKERLLESSNFRHCTLQVMNSFDLE
ELAANFGIQYMGDDEGIRQTTFYEISTNSLEMTMFLDFVTFDRKF                                   
>Cele_Y102A5C_14                                                                
MTENLTKQLNSCKIAHAPSLSGMPLDIINRILDKLDPIFRFSLRRVCRNLRNVIDNRDPEIEQVHVLFQSNQSVLTINST
FEFDYNLYAILDDLASLWKNPKLQLKSFYASTSGKHQETVVDSFEEIARLDYQIHCKHFGLYLFEFDDVLTFLPLFKPGI
LEEIVITTFEQVGNDEAFDIIETEQWKQAKSITLHSMNKLSYFTFPIEDLFHLCKFSVSLEELTVFDALKIRNILLKSVH
FEAGQINVKNKIQDDVLRVFNPEFNDNIFRYDNFELTFKLNSLNVKKI                                
>Cele_Y102A5C_19                                                                
MSSLSDLPIELIEQILNNLEALERLIARKVSYSFRAIIDNLGPNLKTVHVNFHEKFSRLILDENYGGVTYEQVDGACQVE
YKNSGRVHAGRNHVEMLMEDLKSLVKYPEVDEFLIQLATNNFNERKIILKAIESFFESLNFKLKAKKVIIDDFTAREVSE
ILQKFEPEILEEITLQAQFLKYYEPINGVVELEQWKKAKILNNRSKFLIPIKHIVNFTQFDINVKDLTTDDALEIRDILI
KSLTLESGYFRSVIANSVAIPSVFEPDHLFRKFALFEFKTPRCEFQFDCGPNYLSFQKKSL                   
>Cele_Y106G6H_9                                                                 
MPIHPNIKYSKFPLLQLPSKTIQNVLSILSPFELIDVSKSSTRVKRIVKEFTRTQRKGCYTLSVVANIVASVFIEKKDGR
LYEQKYDPRTYYSPHDMTIYGDTEIKIRSIYSNDPVNEWIICAEYYMDILNCQINFFRELADTKKIFFDVIVHEKCDEQL
IITSNSFLVEHAATWVTLNHLFNFDCLEIGLRRSNLTAKELNIFLRHWMSSCSNRRLQLFEFQIQDLNCISTIMNLPHRT
IGPREFEITRNDGTRATCTFYKHPKKLNIYFFEMQTTLRSFVWKTNWSTSS                             
>Cele_Y113G7B_1b                                                                
MEANQINEKMAKKLTDELKAIEISGPPSLFDMPMCVMHTIVDNLDAIDRLILRYVNRKLRNFVDNKKPIFKNVKVYSVVG
GYNLVLGHDKSTIFYDSKGSGCIARCDGRRMRKINKSSLAALFGDLEVWMKNPQLQLDKFSLYAVCDDELTTNLLKKITN
VEYMFHAKSIYLSVAKFSNVISILSHFKPGFLEEIVFFCHSGHESIHELFLLEQWKQVKSVFIKWFPFDDFPFEHLVHVS
CFELNLPRISVSVAIIIRDVLMKTAQFEYGKIRLYDLNNMDDPPDIEADVVRVFNPNFVDEYVTRPLQFKVEQFLVTIHK
RSLRIKKIENPR                                                                    
>Cele_Y113G7B_3                                                                 
MAEKLEDALKAIEISGPPSLSDMPMDVMHVIVDHLDAMDRLILRYVNRKMRNFVDNKKPNFKNIEVKAEDESYKLVLDQK
STIVYNSNGSGCIAKYDERWVLKINKDELAVMFDDVAVWMKYPKLRLDEFKLSAGWDYMMTINLLKEIKDVEDMFQAKKV
ILDVFEFCRDAFSILSHFEPGILEEIGIFCSDVYGSIHKLFTLEQWKQAKSVTLKCIEGIDIPIEHLFHLSRFDITLSEV
SVSDARKIRDVLMKSAQFECGEICLLFDSDLRIEADVVRVFNPNFVDEYVSRPLQFKVEQFLVIIHKTSLRIKKIENPH 
>Cele_Y113G7B_4                                                                 
MAKNLADELDSMKISGPPSLFEMPTEMVYKIAGKVDPFSRLTVRKVCRNLRNVIDDTDPGFKKVEVDLGGYAGSHRLCLT
SSICSYISYSPNSNNPGCTVERNSQRKSIEKTQLNAILDDLAVIVKNPKLRLDNFVIVSSCGNSKEFVEWLREITQSGSL
LHTKRIRVIDCPGDLLGVLSHCKPGFLEAIEFYCFNSGKIDEITNLEQWKRAKSINIDSRRCDDIPIEHFFHFSRFTIRM
GKLSVPDAIKIRDDLMKSAHFEYGIIDIYDELTPEAARVFNPNFIAHNRDGIENKIEQFLLTIYRKRLEIKKID      
>Cele_Y113G7B_5b                                                                
MSENLTDELDLMKISGPPSFSDMPMETVYKIVGKVDPYSRLAVRKVCRNLRNVIDDTDPGFKYVKVDLSRYASRLWLTNI
GRGAICYSRNSNDPGCTVRRTSQSKSIEKTQLDAILDDLAVIVKNPKLRLDNFVIVSSHEASKQFVEWIRDIAQSGILLH
TKKIKLDIFPLKDVFGVLSHCKPGFLEDIEFYCYDSAGKMDEIINLEQWKRAKSINIEGRVCEDIPIEHFFHFSRITIKL
RKLSVSDAIKIRDDLMKSAHFEYAYIKIIEGVDPDVLRAINPNYHPYDALDPFEHGNYTFRISSDSLFDSALKIEKVSIT
EDDLALL                                                                         
>Cele_Y113G7B_6                                                                 
MAEKLDLEAKKISEGPTLSDMPIGVIHEIVDNLEGMKRLVLRKVCRKLRDFMDNKDPGIRKISVEVSEEPPHCLDIDDCC
ISYDISGDGCTVQAFGGSNKYIEKVPLIGILDDLAVILKNPKLRLNLLEVSAFEEQRAILKAFGEISSMLHTKRITLEGF
EPCDFISMLSYFKPGILGEINIENLSNFTDTTQVCDLFELEQWKQAKSISIISKKHFNFPIEHLFHLSRFQVNWMRLSVD



DAIKIRDVIMKSSHFESGMILAEYEIEPEVVRVFDPNYNEAGNFDLVKCEIEKFLVKIYGKSLIIKKID           
>Cele_Y113G7B_7                                                                 
MAEKLADELKAIEISEAPPLSDWPVDVIHMIVGKLDLINRFVLRKVCRKLRDFIDKKDPGIKEIYVDINAFASSSMLVDC
KTISYTDRDEGCTVKLYNRSEKYIEKTALNAMKDDLAVIMKNPKLRLDKFSVSAYGNSKKVVEWLEEYHNSQNIYKTKRI
KMEYLESSDVISMLSYFKPRVLEEIGIRCLANFTNISEVSNLFELEQWKKAKSLTMSSMEHFNFPIEHLFHFSKFTVFWT
KCSVDDAIKFRDIIMKSPHFKAGLILADDEIEPEVVRLFDPSYIGNDNIDMHEFIIDGFNVQILGCAQLLIEKI      
>Cele_Y119D3A_2                                                                 
MPLDIANHVFEKLEPMDLWVCRNVCQGLRHAVDGFGIHFNTIEFSIQDRSICISLDNETIHYNQLPNEIDTSVTYKNQEK
IFEGKNYLEVALKDFGILLNYTSELKISADPKCYTRMHSKLLLKTWKWQKWNHVKKLDFSIVHLDFILDILPHFNSKGLE
SITMRSIHLDHQFEQITKLDQWKNTKILHLKNEAMKLCPPFKYLFQFTEFDVNAFYFSIQNAVQFRDDLLRRKTFEKCAV
RFTSLDARDYSIQYAIVFKPDYHYEDEYEYSNDMGKLAFSSPYYGLFIKRC                             
>Cele_Y119D3A_3                                                                 
MSAKRLTLLDLPITVANHVLEKLEIEELLTCRKVCRTLRTAVDKLGAHFTNLRVWLQSNRVSIDLDRITITYSSSSLGGT
YVKCDYRRRKKKYIRDDNYLKIAFNDLKIFQKHASCLMIQTILEGKDREYVVHSLVDVLKEEENIHMKTIRLHHDLSIDD
MLLILPLFNSQTLRSIELGGMFSDHEFKRITHLDQWKKAKHFNFWDSWFKFQPIEHFLHFEEFTFDTQDFPIQNVIKIRD
DLLQRCTFQKCTITFLKINFTPLEFARIFQPDYAGGDDFTLEYSNGKSRFDISFGDSEFCDMWMFKMKRC          
>Cele_Y119D3A_4                                                                 
MSAKQPTLLDLPIAVANHVLEKLKLNELWTCRKVCRSLRTAVDNFGAQFTDLSVVLDEDSVRIQLDRIEIIYRNCSLLSG
SSVWCNNEWKYLEGENCLKLAFNDLKILLKHASCLYIISYLNDQDREHAVNSLVDVLKKEVDIHMKTISLHRDLSIDDIV
LILPLFNSQTLRKLWIRGIFPAHDFERITHLDQWKKAKKFKLWETSWECLPIEYFFHFEKFRIDIVKNHDIPIQSVIKIR
DDLLQRSTFRKCVISVINVNFNPELARIFQPDYAGCDEFTMEYSTGKSKFEIYYGIYEFMNMWQLRIKRC          
>Cele_Y119D3B_18                                                                
MSSLRYMPMDIIQEIVEKLLPVDRLVVRKVTRNFRIAIDHHGICLEELVVNMDKLQVLELRVDGTYFKYIDVTGGCYVKI
YSKTWVRQKRIPGGDHVKIMLDDMAEFLQYPLKLFKCYLNHIFEDFMDRLKKAGSIHTQSTSLLSLYPDKIIKVVSYLKP
GVLEDIAFGVEKRTEQVKELYSMEQWKQAKKKRSNVPYHILFEPEKIFLDYLSRTTDTDIHLIIPKTSRSLKFKKYHGRS
RYGSNCFIFLG                                                                     
>Cele_Y119D3B_19                                                                
MALQELPEKVLNEILSKLEPKHRLVVRKVCRILRRLVSFEVIDFKITSEAKVELKFDEFCIKWPRKIKGNDCIGMALNDL
QSWLKMPLKMLCIDTGEQTEHFEELIDRLKSMKPVQADILGLWMSVDQCIKLFPYFEAGKLERIAMHYEEEELDKFHELT
LLEQWKKAKRLLFEPQVGVDTNETPIEAFFHREFFTLNVLQISDQDARKIKEILLKKPNFKGCVFECWTETDVSRLFQPI
IEFPREHPDTAKFEYSTNGSKFSIVVHCRWSVYISRM                                           
>Cele_Y119D3B_20                                                                
MSSLRYMPMDIIQEIVEKLLPVDRLVVRKVTRNFRIAIDHHGICLEELVVNMDKLQVLELRVDGTYFKYIDVTGGCYVKI
YSKTWVRQKRIPGGDHVKIMLDDMAEFLQYPLKLFKCYLNHIFEDFMDRLKKAGSIHTQSTSLLSLYPDKIIKVVSYLKP
GVLEDIAFGVEKRTEQVKELYSMEQWKQAKKKRRIFSLTPAMFHIISFSSQKKYFWII                      
>Cele_Y119D3B_22                                                                
MARLTTLPIEIINEVIEKLEPIHRLTLRNVSRNFRTAVDSHGIGCEEAVMSLRPDNKVVLTIDGEQVVPFNNLDVILKDE
LDDICVVFESEDQEKRRNLVKYLASTLKNLENLENLCTVRNLEFNGLKALEILLLLPFFNVQGSLHIERITGVEKLEELV
QLSQWKKVSRLNWYNQTVNVALLGNFFHIPWFYIVVDSFSVDNAVGIRDDLLKNGSFQYCYIRFPDMEMNIPELARVFKP
DYTDGESFEYGHAFTVTLNSSSFCIRRNE                                                   
>Cele_Y119D3B_6                                                                 
MVELGALPIEIVNEIIEKLKPVHRLTLRDVSRNFRAAVDNVGIDCEKVEIVLKPDNIVNLSVDGDDASNHDLDVILKARL
AHLSVSFDTENKENRRIHSESLASTLKNLENCTTRSLLLKDLSCHEILLLLPFFNVLGEISIDGITCIDQLREVGQRSQW
SKVTSLISRVWIKDMTILKHLFHLNRFYVKAKSIPVESAIKIRDILLNNATFQNCVIRIAEWKTGIPEIAKVFQPDYTDG
NLIRYRNSFTISFTSHSLCIRRNE                                                        
>Cele_Y119D3B_7                                                                 
MLATNRDDQCQVKTKKVSLLEMPLEVANLVLEKLELIDLLRARKVCTALRTAVDKLGPRFDAICLTLRKETLKLQFDENM
ISYTVNNSTAVSYQNRKILIKGENFMKIMLKDLKIILKHVEKLEIVNQEDIISNFIEALKTEVYIQVKHISFWKFPLKTV
ILLLPFFNAPEQIILWSPGLLDRFEDLINLEQWKIAKRMHIYDSVLISRHIVHLFHYEEFGIVITDFPSQVAVQIRDDLM
RRSTFQRCNIFCCESKSDPIGIAKIFQPDYTGGSYFEFEYSDDINSFVVNCEYYREGIKFSVRKC               
>Cele_Y119D3B_8                                                                 
MPDTNVTNSLLDLPLNAANQIFEKLEPMDRLRSRKVCRVLRAAMDKLGVRFDTIHFSMWMEKFELTLDGIEIIYTEAGGG
GSRVIYNGQEKLILEHEAYTERAFKDLKIVWKHVSKLSIFNCTEDGCSCSTVPSFIDFLKSEERIYVKEIALVKFSFNAV
ISMFPHFNDLESIELISVGPINQFNRLTHLAQWKKAQSFCIYDSVFDSELIVQLFHFKCFTISRMTDFSTKIAVKIRDNL
MRRNAFQSCNITFDKSTSNPVEIAKVFNCTGENEFRTEYYSNDINRYTIGLKSCNSKIAVFSARRC              
>Cele_Y17G7B_8                                                                  
MAPKCWSNLPSDVKREVLEHGDCQQWFNVRLCSRADMNLVDSLKLRIPFLKIQISNTTFSIIIVESPSAILRIDLHQKSG
GNAEFSVEIFKNSDLELGNLIKTIENTTLDAEISNLLEKSIFHRKIDIATCQIQADGLQAENPVLAMIHAKFTENAPKKL
IFSGKSMEENRFLAKFFENLNIDFVFRSWRKDLSREWGEGMNHLRIKIFEVSKWTTLLGDFEHFTAYDEIEPVMYMARIL
SRPMKRSHWFPGFHVPVAERLFRQIFRQEMFEKFENHSIRKSPINLKLWIFVKFTKCGISIFVGDPKDFNERDGTCDLEW
MCPNCAPKTMENWFFRETIGKLHF                                                        
>Cele_Y20C6A_1b                                                                 



MTENDYSADQSQILQSSLAQLDAFQDIDVRLEIREDQIKLILETETPLKSGTIEVRNVWIAYRPTDNGCLIENNDQQEFV
DRLEFFDVSVLHLEHALGTMDVLKKFSVISVKKSQDEPTPSVQDLQTNAIFLENLNRMLTSRQKPLNAFAFEVNLWQEPF
NNHAAIMMSHLNSNLLNTIILSTPIPGTHLKLDAIVTLEQWLNGKEVKMNNLSTDLKFDAFFHFAKVSTGMYPNTYSELT
LLKNHFLNHETPEYFELNYPESFNNRRVVKTSELFGKLFHVKLQPNGELYSKKWYFPVGDGEEFYVLVKYRPKRKNGTQF
VFRRVKAADKPPDPEVGNEDQNRVPTDPIITRSAILPPIKTEIENAEDHALALMIHESQIMIDMILAAVPNYIRRAVTTQ
TMNETKNIRISYKPRGDWCIIDSDQKQEVSQSPVCKVSVLHLEYLLRSIPVLWSFSIASITNLELDGSNEILLQIHKTLL
DTVETMLRERSSKLKVNTFVVTLSEKPINEHLPGIMACLEPRVLKEIILTGDKGELHCDGLVNLEQWKNASLLSINNFYV
KAAISNFLHFQEVRVTFAKLTYDDLIMLKEHFLVNEKPSTFELNFNRYAKTSEISNDTNNVEPHEVFGETEHVEYKNGEE
LYRKIWYFPHEVHTSYDLRIEYCNTKDYTFQFGFVEAEVNPQHVNSDFNLLSLISTNYQAMKSIIEKCSFVTILSLRKVC
KNLRNFIDTAHFDFPERNIWITFDGKDSMLEIITPEGKTSLTYKKNPIGCKLLAYPPIPYGSDFIATRMMPDNTPLDCCM
SDLKQILKHQKTPISKLAFTLRSIDDEYIHKLKEILKAHETPLKVKCIVMLGVDLPIIRRILSYLDKNELKMIFLNYDAY
SRVEEEELDTTKLVELDQWKMAEELRVLDCGLSFSVENIGHFLKVEVTLRTISVEDLVYLKEIFKTSSANRNFNIKSRSF
DAGDLVPTLGASSSDTKEGVIHKKWFFKMKIDRQRAVCIDYLERIAGEREITVFVFSHVEISDVPANTLRWEQ       
>Cele_Y20C6A_2                                                                  
MRGDSFPILQLPPNVLHKTLRSMQFFDLMIFSLVSKATRKATQALELAALGILVKIDQDLKITIYNGSIGFYLDIYYDRV
ANTRLEGGNVGIGIERLPTGTVYLKRSDLSPRQCLDHFQEVFWHYKKIFIEIDHTVTDYQSIYEEFKGIKFNSLTMLMNR
ANGEDEWARKCAMNFSRQCDEIDLDGEPLFTHTACEFQNLACQKFKQFHSSKKCTLNDLLVMEAKDFVSSIDFEELNLFL
KFWIKGFIQHLKCVELYVESDTSDLQNIAILFKNISYEEAPNDKVFEYKYRLVCRGGRYIQSNDGITAVVGFDDFDNCVK
LIVLD                                                                           
>Cele_Y22D7AR_11                                                                
MWPKPPTLLDLPLEIANQILEKMEPMDRLTARKVCRSLKTAVDEFGIHFDKISINFCTNCVLLDLDGTRIEYTENDVYSK
DLEIILDEALELEIFNTEYTPAHVKSFLEILKLKKRVNVKKIDLKNFLFTDILSIISYMNAQVIEYIKMQYVGSVDQFER
LTCLDQWKNAHYCIIVDSELENVPIEDFFHFKEFEVESRSFSTQNAIEIRNDLLKRSSFQSCTIWFHGGNSNEIAKVFQP
DYDGDNEYELDYITGDNAKFEIRCGIGLFVEEFCANQWEFVVQRC                                   
>Cele_Y22D7AR_2                                                                 
MLATLLSVPITIAIEILEKLDPMDRLACRKVCRCLRTASDRFGASFRKVKISFLKDYICIWLDETIIMYTHEIAGVSVTH
NQRKTTINQEQFIGIVLKDFDIVSSRVPELEIKHDNDDRQDIDAFLMCISKREKCVNLKRLMFERLSINDILFLIPFFNF
QVLQFWYSDTKDRFERITHLNQWGNTKSFGLWDSALDSKLIERLFHFETISVGIRRFTVKTAIKIRDNLLKRSTFKQCII
RHTSRNYLNLAKVFKPDYVGDKRFKARLLPEQGSNDIGKAYQYLFHRIPRATNDGFKSSLTKMQMISRITTGIYLQHGLS
TGSITSDDLIPELLHFGSITPTQISAINTDKLSKIVEGINELPGKLESSVIQLEDQLLMFASVNEKVKGVVPGSIILKDD
AYKTQLDALKLEDWRKVDSFAKGIVIFLNEMESMEGVTSDDSANIELSDMASHLPKFKYWTLEKYNVYAQNQHLRNIHIS
YPSLNLVYKAVAEFFPYKNSLDGSLLSKVQENINHLSKLAVEMKLEAPMISQLHKMFLSRSLKNTDNIKFISGLLNGISD
IQMIFNDLRNDWVNETVAGQAYNLVKALNQLKTLASDAKTVEQSIRSDENQIHKDVSDVYQKVNHLADIADIVKPLVDTV
SSISFPKAAISAPEVQKIGPLITNMKLLSSKLGALETLVKLSRTLQREEYKIKLDEIINIAKATENTLDRFQKKIEKDFG
EISTFVNGLQGFLDGFAFLKNIQGIDSLKPVIEVIRSYRDSNTKSTVSLSTLKTQLPMIKNKLRTLDVYIKKIKNSKHME
TEALSAFTSIAVDSQMVGMATRGITDMQRMGSQTVDLKPLKDWSARIEVEMKKHELDPADVKNLKSLAGLETELNRIKKE
AGTFIQSVAPVNSNKLSDYSGIFQKAKSVKGINIDLPAIIGSVENLKTRLPSTRRRRAPGVSGVSISQLDNLLKLLKSLQ
VYDSTKFVKAFDGSAKSLQVLDGLFLAYASTLTRLKTPGAQPLHANPGNPANKPTAPGGNKGAASPSATNYHHSAKADAE
MGFLENNSPWSYIGLSLIVCSFVALFVYIGLWFYHSRKVKLDVSPDLVPLPNDLITTTALPEIKIEKAPKEPKVESFSLT
LLVAIKYVTDLHL                                                                   
>Cele_Y22D7AR_9                                                                 
MTSKALTINTIPLEIVTKILNKLSPFDRLSTRKVSKSLRAAVDNIGIHFEYICFKICSTKRLTISLNGLDILYKGLNEDC
RITCRNQKKLLQNSNFEEVAFNDLYIFLKHPMNFLCLEDDPFYEEQLLGAFLFRYLPGSLRVKELKLVRLYFEEIVEILQ
YFAANFLERVILNHPTEGDGIEDLFQLEQFQKSRDFYMESYAFDTTKTSINQFFHFKRFKIKVDKLLKEDAIKCRDDLLK
RDTFNYCAMNFDENCSDPVEFAKVFQPEYSGEDVYKLSYQNFKITCNCYGRSERWCIEIERIAV                
>Cele_Y23H5B_7a                                                                 
MKVLKLFMTKLRITLKGTPFKILNLPRTALKIVVNQMDIQSTLKLSKTSKKMYEKMKNAKRNVYKLIIDNHTDNPRNGFY
KIARLDIVDAGQITLEDLLNMDCEVIRLWNHNFTPLRINQFIHNWMLGAMPKLRRLRLNDYCDPSQIDRMLLGVKHSKWD
RNRRPQCFRKNGRNRSRTTISTARTIRVEEKLQFKPPPSCRWSHCRAETRRR                            
>Cele_Y32B12C_3                                                                 
MRFTKINEVYQNRKLQTTEISLEVEDASQLFLVLPFVDRNILKTVFISSIYKQRTIDFQEIFELDIWNSVTTVKIKCCMS
PSSSLQHLCKVPDVRVKLDHASIDELRGVVQACVSNPDCRYFVVRFREKSNKEQFDLFGTMETIDHNGSKILENSIGKFR
ILFCPDTLQIIRVFDKKEETREIEQNQDEFSIPDLNGPLRVFQNYLIMEHVLEKLALGTIQALRRVSRGVRQVIDFLKPD
SKICGIEIVLLNFEAVRVNMYFKDEITLKSKLYYSTGYSSKLEEVNESLSKIYENVKTYGKCCVDEETSEGHAWDRFTKE
MILDLQNQKSVIQELCVNATRPENETEKNIFKLSASIICALLENSLKSLDRLLPVKKLNMEADNEEDVLRILKNLDPTAL
SAMEIRKPDTSLTFPGLDINELSTLDQWKHAQELLCGPLIAVYQVESLSHFSVIDVHLPTISLQDVVYLKSKFQSSHTFT
KCRIVFDVSDINEDIFEGEGLGFPHVRSSATGQPNIWFFQFPDPGHVLHVLYNVNQKFVFSRVPRSRAPGYVVNRV    
>Cele_Y37H2A_12                                                                 
MEVEGILEGEIPDSAKKDLLRNDKNALRACILYEFLQKKPVFEAYKNFCKTIGDDLMEYREFDFWFYKIGKENADLSGKL
IWNPDSLTLSNMPLKVVDTILENVEPIDRLPLGKVSQSLRSLTKAIGHGFKKVVLLVDQNYVWLLLDSNRIEYSFLTDDS
CTVVFFQILTKSECFEDGLINVLTCDPAAIGKVFDPNYEHNGANEIVFEQNYVKFAVKCEERSFGIKRAGV         
>Cele_Y37H2A_4                                                                  



MADNLDEKMKSLKISKAPSMSNLPLDAVHKVVEKVEPIDRLSLRKVCRNFRAIVDDKDPGFKSLWLDLFDNTFQFELFDA
KSNAIQHDFNGRTCTVQFNDREKRCFTRNALKMALNDVSVLIKNPKFQLERFIFSTIYEDTEDVETAMNWFKSISDSGNL
WKVGKIILRTSDCNIPRILSSFQPAVLRSITIPYHLNLSTLVEIFKLEQWKMAKSASIKSCQRSRFPFENLVHLSKFRLQ
LGHFTVADAIKIRDVLLKSANFNSGTIIVFDPSIIDILRVFDPNYNVMEDKGFYNDGEGAKFLITHNDHEMTIKRIL   
>Cele_Y37H2A_5b                                                                 
MKIKIDMALPDENPNAVTHIRNNKIALRACISYEYLIGKSSFEAYKSFCKQMGDDIMEYGEFDFWFYTLGKEGVALDSEI
SWNPKSKLLGDMPNEILVKIMDIQDPINRIVIRKVSQRFRSLFDVMDPGFKSFKCVLDTSEVEVVLKDNYTPRDDSYSEA
DDYNSEYEDDYDDYERLLKDTIIYDEDIREKSHVNVRCGNRVKQMKDELYYERAAKDLLVILKNPKLRLEQFIFKFGSSL
AYSDLNQAENFASILKSCSPIHAKQVRVEYPDLAFDASKILSLFQPKALTNIKLKCSNLADISAIFELEQWKNAKSVEIN
SFTKFPIGNLFHLSQFSVKLESFSVDDAIKIRDILLKSPSFQSGKFTSYSSNFQEMLKVFVPRFDGLSGSLVYTNKKFKF
IIEAHRGFIKFEKVGAAV                                                              
>Cele_Y37H2A_6                                                                  
MEYREFDFWYYKLGKEGIELDSDLEWDPETISLSDMPMELTANIVEFLDSSARVSARAVSRNIRNIVDRKGPVFKHAKLL
ISPTECSMNFQSELSKRLIRATFPSETSTPDEFAEIEKANNIAFDEMAQIIRNPKLELEELQIETKIQDEQHGRANIAEV
LTRVFKPISPVTVKEIETSDLTFPEVERILSHVEPGRLETIHFIDPSFDNSNSELFDAFIQSEHVRKAKELHITNIVAYS
FPIQKLFHLERLYVTIGVFSAHDAINIRDVLLQSVNFQCFHFYVEKAGFDVVEIVRLFDPSYSGDSDGTIIYRAYNLVFN
IHFSRHRLRFEKRVTNSYY                                                             
>Cele_Y37H2A_7                                                                  
MTDPDDNANLLTLRQDKNAQQACILYQILQKTEIFDAFNIFCDVFRENSMEYREFEFFFYQLGKENAELGSELRFNPKSR
QLLELPDDMLNKIFDCVKPIELFPIRKVSRRFRDVIDRRAPRFKQIELNIANFCLSMNFDDDDEDVQYSRDEDEDEEGFT
IEYKEHETHVAKGSVVEAGLSDLYRIMKNPKFSLETLDVTFCEYLRGENMELVENMMKKLKSIQVKVVILRDAYSDTIDH
VLPYLEPGKLEDIHFEAHSWLAKFNPKSRQLLELPDDMLNKIFDRVMPIELFPIRNVSHRFRDIIDSRALAFKKISFYIG
NWSFFINFNDVDENSVEYVQYSDQEDDFTLNYNDKEIHVSKGCPLKAGLSDLCQIMQNPKFSLEVLDVTFYNMLRDDEYT
ELVENCLKKLKPIRVTAVVLNDAYGDTSDHVLPYLEPGYLEEIRIRTFSSFKNILMKKPSFKGAEIFVGNPDFMEILKVF
YPKYSEPLPAGVRFETQGFKFVIGFYLDSVNHIIYITKV                                         
>Cele_Y37H2C_3                                                                  
MEKSNESDFLAAGIDQDSQNPEPGLKQEAVEASNLLDKTPQLEQKLPTPAERLLASKIALRGCMLLEYAKGNDVFEAYEA
LSEVLGEEFMNIREFDYFFHKLGKGELELDSGEKFDPNALQLSTMPVEIVRKILMEIEPIERFPFRRVCSVFRNAIDSLD
WNFKTITLSAGYFNTILTLSPTHSMIYTFLNRTDSIVGLYENGRLVENGGAMEKSNNLSLAIMTLSSILKSPFFTLDTLV
ITETQQAWGVLFAGSESIPIELAKVSPLLVTSLQFIDIRCEEIVSIVRLTKSGTLKEVSIRFTKPYQFVLRSRPDTVPLQ
NIVELEQWKHLEKFDVIGDIFMNIPIDSFLHLTSCIVRLVILTTEELIKIRDILMESSTFEVAVLNFMHYNLIEIGQFFN
PAFDISIAPRPIQFGGFHIEIIAVGSDCTVVIYKRREDMN                                        
>Cele_Y38A10A_4                                                                 
MNSSILHEHILYEKICDTPVYEAYQKFCKVFECETMDYREYDYLYYHLNNDNVQSGIKFDQKTRQLSDVPIDLVKKIIGN
LDYEKMTILRNTSTGIRDLVDNFDLKTGSIALDIFDTGTIAQSEVFYIDYSDENGIVYQFPTSAKNRKSRKEEASHLEVA
MREVELLFNNPNNQVDYIQLKLVRDEEIRNSNWNLLETSFKKMKNSRICTVSFAGFLNKEIATMMQSFTPGILSDLYANI
VDSQLSYIMKTDHWKQLKIVKVKAPYHLSVPIDNIIHLTHFDIPVEKLTTTGAMKIHDAIVNSSTLRMGMIRAAIPNPSE
IAGIFGQTSVHSGASDVGSNLAIDFDVGIDMDFLAEDNEEDEDNSDESNDNAIYKASLHTNEDEFIVVVCQKYLKIKKLR
NKMPISFY                                                                        
>Cele_Y38H6C_11                                                                 
MKNKPDLPLHTKCDKMSKKKNLKNRKFSQWQKLPEDIMREVLKQLDFEDRSIIRQCSRTEMILADKIPENLNSINFLEGS
DPTNKKYYIFLDIDNIPNKKLKNFNQETRMAVGVGAVETFCRIFRNKNSNAKRVVFEFPFRSTHRSIMPLLISELEKSEI
IIKAREIAIDCNESTSKWIQKLLSRFEMEYLEKITMKSLSGKVFDKLKITDHFKRAKSLDLHAKKNPRGYTPGVDQTVVV
DYAMLSHVEKYMLTVHQLVPEDAWKVIKNFRSRPNLPIGSFFNIEVAVIIDHLQVLRQFDVQPKHQPPTIAALQLSYPAY
TYHVQFFDVEDSNNILVVSISIFDVTGSICSRDHIWETFRTKF                                     
>Cele_Y38H6C_13                                                                 
MESFEYWPRLPEELKREVIKNMGFADRYNTRLCASQEMRLVDKLPTHLDNLEFVNLMKHSDNTTSAWRWIKFHSKTLST 
>Cele_Y39A1A_16                                                                 
MRIFKLPFTFFRVKFKKNSFKILNLPLVALTNVINQLDIQSVSKLSKTSKKMRINIKNARRKVHKLIIDNHFEYHIDKFH
QPLFYQRIILLETKSDVVSAYSYVANQENMNDYILTMYSVDFWIDWFHSINNWNKKQRDQSIFEYRSSKQLLKFLNCFDG
IFTIDHLDLIIDKDVLFGDYQSILNHPIFRKCHYIEIGGRDSNISTEEMQFLLNKINVNYGMLVRCELLGSMNNEAMLKI
PRLDIFTAEYITLKDLVNMDCEVIKLWRHLFTSQHINQFIHHWMAGAVPKLRKLRLNYFCEPSWVDEILLGVKHSKWDRR
RRPQFFCDGLERVDCADGDDIERDDGLHATVIFMHDAINFLVWHDKFSLNNNIK                          
>Cele_Y40B10A_4                                                                 
MKTSRKLREAVLKNKEVHLKHLAVVHHKNYVTIQFNPNQFIDYRQEPNGVLVLYTNWGSYGSPKMDERFHAKNKTKKQRF
VPGEQCLELVKEDLKLIMEHHNVVIEQFKHEIVDDDNDEDFQNKCINDMNDVLKFADCLTVSEMNITGHRTISELAELLS
IIHSVRKINYTQKLDPADNGYEKLTEMTQWKELLEFEQTNVTTIPIDNFLHLNKFHVRLERFSLEGLRKIKKIADENPNF
ESAEINAERCKDRIGLGQMFDPTFVSYGLYEGTRGAKFNYQTPDGRKFAITIEIKRSIHDCSVYMRRDEYESVLQKNDVF
KRYDYKDYKENGDDFNKLPENPPVRDSRKPSRFSASHADKKHYPAPCSPDANPFDLLDLTTHSKIYNKILNRVDFIDTLA
LMKTSRKLREAVLKKKEVSLKCLTVVHQKKYVTLQFDRNHFIDYRPEPNGVTVLYSVRVIYGIFRVEKEIFVPGKQYLDL
VKKDLMLVMERRDIVTERFIHEIVDDDKDEDFRKKCINDMDDILEAAEFMTVTELNIKNRTISELADLLPIFHIIRELRY
SQKLDPEDNDYWNLVRMKPWKKLWAFEQTNTVTIPIYHFLHSKKFTVWFAYFSLFHLRMVKKMADENANFKWALIRAYKC



EDPIGLAKIFDPTFVSYENKKHATFGYNPIGGGFYRIQIYLKHNNSIELKFKRLRRK                       
>Cele_Y40B1B_3                                                                  
MSTFPILLLPQKSLQNVLRIMQPLELIYFSFVSKTCKAHTVDLNLKASRLTIVLKNGEECAWIEAVFKDGNTVGFEISTE
SCADCSEVMYPVLGTYYEDGSYDSSHADTIKVPTIGLAQVIAHFQTIFHKPKISQLYHENVYICDQMLEIIKTLDFEKIE
FWIRTFDYFLILFSNYTREVDFQIHCLRLVTRVILCRSIRFVDSSDWHLPNVLASNGTQFKCSTPVPIKSINMFLRHWTN
GSNPRLECIRISIEAEAPFSEESTYIEEVLKGIHYQTEPIDSVKTFDPINLYTHNNLCFNEHILKQTTGIVIRCGYEKKA
MVNVKLFETPTESEVLFQMSLIV                                                         
>Cele_Y43B11AL_1                                                                
MSTPFHLLKLPLVAQQEVFKKFEIVDIVEISFTSTRVRDTLRSTRLRAVEHHVKFSHDYPYITTKSKNDGECCLRLVFLP
FPLSIQNRPDMKIGCHQFGKCFVPDDTILCTHHNVEFAASILFDYIFAIFPGPVDLKLSVCNIRNLSSLLLNKNFTNCQK
LEVHETAETEVCPLDLEEIVKEVRVEKEINIYTTQCETVRIEQIFNLETVILHNAQWITLPDLLSLNCRFGSFRKFNINQ
NLLEAFSKNWLNSKSRTLEFMKFGFPEHGVSFQWNKSELPLKPWNPQIRSRYYYLKKDLSLAGIEKSFGSNYIDCSEGLD
IIRSDGLTATILIQDNFDKNILFLVWRDPHPENSRITELKEQILVEIDAYTEAKTQQTNPYFTHISDSFMNDTESTEYDL
FGIDMFLKLSPKDVIYEKVEKVFRLKKEIKMLREQKFDV                                         
>Cele_Y45F10C_3                                                                 
MADSNSTVEQYRSLKRKMIEKKDLMRNNRTALRACILFNCLLGTSIRDAYNQFCRAVGSDVMEYREYEFWFYQFKRGDAD
FSDAISWNPNTIKLDELPIEVINTISSFSMPMERLTLRKVSKNLRTLIDSEPFCFQRIIVRIGHRTSYLQLDGYPGIEYI
HCGADCNVLYGKRDKYVKNKNHVEYALTEAIQLMRNSNNHSKEFHVRAERSNDQELSMVLRKFFDSVEIELYAKKIVVSG
FSFADTSSVLCHFKAGFLEEIQVLPGSGGPWTNVLVEMEQYKKAKVLKICTEFPVLLDIEDLLHFRRFEIAIKSDFTERM
ARKIRDVLTNSEHFEYAHIITQDLHHRTVIKFFNRNAENVFWNYGSMNYNNKKRLFHIEYNHRQFVIKKLNM        
>Cele_Y46G5A_39                                                                 
MSSPAPFHLLKLPTVVLSDVLDHLKISDICILRATSRKIKFVLKQSIERAKKRQSEDERWLSLSITARQYYLESECEVIF
CRNLTDCEDISLYKGRDVNRVLETILDFLEHLKINKNLDITVLYYLEGDIQSIVELIARKTIKVNHLKFTGEGISKQLFR
GLLESKANNLRVCVQRPHAIELSDIDDDLIDLMMCSSFVTLGRININSLHLNLLLKKWKENSHLEYFLAQMESHLDKSII
LEGTNSRQQSQDDRFHRFENYEYLTCNKGTVSELTILPDSFRLSVPP                                 
>Cele_Y46G5A_7                                                                  
MSSPAPFHLLKLPTVVLSDVLDYLKISDIFILRATSRKTTCAVKQSIGHANKRQSEDRRFFELNIYACQDYFEIIFSKLT
AHINLYKGSDVNRVLETISDFLENLRVCINIDISDLYNEGDIKRLVAFIVRKKISVNNLKFEGKNISNKLFRGLFKSKAT
RLTVRRTAHNIQLHDIDLMVHCTSVTLSGINLDSDHLNVLVKKWKENSSLEYFVAGQMESPLEKSVILEGTNSRQRSEDT
RLYRYENYEFLTTCNNGKVSDLTIFENCFFLFVFGDFITT                                        
>Cele_Y46G5A_8                                                                  
MWFTSGSPFPLLKLPLVAISEVLDHMDTGDICALRVTSQKTKNLVQQSARRFTDRPKHLCQLDIIARRDHFILGSRIGFD
RCTELYKGRDIDRLLGTTSDLLDNLHVEHVNLDIRRRDEEVEIHKIVTMLLRKKANVFKTQRYEQFCEFLYALFGFYIFS
SLFLSIFVRFSFLYPIFLILLIVIFSIVYLWKY                                               
>Cele_Y51H7BR_1                                                                 
MSTFSLLRLPQKTLKNVILQMGHIELICTSLLSNKTKHFIREFCIFKASRFSIELNQSVQFKMFNNGRWSEYSFKNGMIC
ITSFGIIQITMTFRTPQFNAGSWFNHFLCVLSPSKIESVTVTDAFDELRFQLVKKFLEKIQFMVLWIRTTSATSHMVRLF
SEVLPVDQFWLSQDDRLNSSQFSALRPVLSKELETIFIDNRMPLNDLLITCSTAIHIIKSPLTDKEINVFLKHWMTGLKP
ELEHIYIEKSGVFNQTQLLDGINHDAPTDRKFKMYGNDAFRGIDLHLGQGIKATLVYENDFFHSKIHIASHNSKYISFE 
>Cele_Y51H7BR_2                                                                 
MSTFPLLRLPQKTLKNVILHMGHIELICASLLSNKTKHFIREFCIFKAYRFNIVLDDSVRFGIASTGIYIEYSFRNGMIC
IRSFGIIQITMTLRAPQFDAGSWLVHLLNIFNPSKIDTLSIYDSFDVERLQLVKESLNKIPIFHFEITATTATNPKLFSA
FLPIKTFGFNHTVQYNSSQLSALRPALPKKLESIYADISIPLNELLLTCSRTLQIVESLLTDKDINLFLKHWMAGLKPEL
EYLYIRKNGAAYNPNIVLEGIHHEFAPIDRKFRINQGPPQFGGIDIHQTRGGTATMTFNWSFGRAEIIVAAHALVYFSFE
QL                                                                              
>Cele_Y54F10BL_1                                                                
MGGILSKTQSANLSDMPMTIAYKVLEKMDPTDQLTARKVSRSVRTAIDKIGIRFNKITLKLEKGIIIPIVKSLLTGRELD
DETYVISSCGRSTKIEKEFFVHTACRDLKILLKHASCIEFDVIAYKVPIFNICICSNDIYFVESFAPLLECFHIKEVCFI
SFNSEYVYKILPNFDATTLKSIELCPPNNFGLWIEKIAQLDQWKNIEEFKLRLHEPFNSDMFVYLLHLQSFTIEQPYDSF
PIQNVVQIRDDIMRRSTFQSCTIKVGTNNMNPSDTINIAKVFKPEYAGGDEFEIKYSLDDDKFMIECQKIQLNNWNYYCF
SVRKLSSHDILYIKNNFDFVFIEP                                                        
>Cele_Y54F10BM_10                                                               
MSDKRVSPTLLDLPLEIANKVFEELTLKELLNCRKVCRSLRAAVIEFKINLEWITIHLESFIEINFHNREEKYCTKYAEA
SNDSTILTHNKLEKNFDGENYLKFALKDLETVLKHVSILYITNKNESGYQQNYSEPLIDLLKVKKPVYVEELRLNGFEFN
DVLKILPYFNSKFLNDIRLYDMKINEEFEKITYLEQWKLTKSFKYFGEPLENIPLEKLFHFEFFRIILKTFSENDAIQIR
DDLLKKSTFRGCSISYQDGKFGEIARVFKPEYADGQECEYKNNNATFRIVVECYSFSCYICE                  
>Cele_Y54F10BM_11                                                               
MSDNLKKPVSLLNLPLDITNLVLEKLEPMDRLSARKVCKNLRNFIDKLETRFEMARVDIYKNRVILFLNETHICYMDALN
GTMVPYDGQKKLIEGENFMNIAVQDLKIVLRYVSLLYLHNLTEERHDIVNLFIGSLKPEKWFQVKKLEIWDFEFNDVSTI
IPYFKTTVLENLKLNSKEEIDNFERIFHLDQWKFLRCFTLCVNDYGTEWALDSSLFEHFFHFEKFLVTLDYFSTQMAVKV
RDDLMRRHTFRKFYVFIKKSKLDTIAIAKVFKPDYVGDREFQTEYSNNVNKFKLKIGSYFDNPNYCEFKVKKL       
>Cele_Y54F10BM_15                                                               



MPERVSPTLLNLPIAVAKQVLEKLEPMDRLTCRKVCKSLRTAIDTIGINFDSITFEVEDDYVKIIIKNLIIHYTNSEIAV
DTEKKKIIKTQDFMERALKDLGTLIKYAKMLRIMEREFHEDVTPLLEVLESKKPLFAHQIILYAFRLSEIQSILPYFDAK
SLTGIILWDIPEEPDSSHYFEQITQLEQWKSAKFLLFRDFSFDNLPFEQLFHFEKFIIELETLTIEHAIKIRDDLMKRDT
FRECTIWFKDNDSFDEIFSPELNERFTIRFEEEEDFEFGYESEFKFFVKRN                             
>Cele_Y54F10BM_4                                                                
MDIVNLVFEKMEPKELLKLRKVCTTLKTAVDKFGIHFNSIHFELDVKGFTLSLDDGCFIYIGDVDGGAAVDHCHRRIQFD
GENFVDIGFKDLKMLLKSVSLLKIHSKSNCMIKSLIDALKPEARNPAEFLKVESIELRNFLFEDIVAFLSYFDTHTLKCI
KLGKHIQQIKQFQQIAVLDQWKNAENFQIEIGSLNCISEIMDHICHFECFHINIKSEFPRQVAVRMRDDLMSRKTFQHCT
IAVDEFNMNPIEIARVFKPDYAGDDKYKIEYSNDNCKFEVASVISDKAPNYPLNFSVRRLQKSYNSLSLLFFNFFKNILP
TKSNISYSKNHNFVFYCKKISSSAPYH                                                     
>Cele_Y54F10BM_5                                                                
MVGQFDFIPSKWLSCLSKSRRNTPKLLAMPLDIVNQVFEKLEPVDLLVLRKVCQCLRAAVDKFRIHLDEIRIICNGNKVF
IKLNESCIEYTKTTTGGAKVSFNKKIKILEKGSYMDIAANDLGLLLKHVSRLYFANYVPDIKIFITSFINVLKAKKCIHV
RSIELGGLLSRDVQSILRYLDAQKLDDIILWRIKEFNQLERLDCLDQWRSAKTFQSWHLPLKEAEIKIEQLFHFNKFKIK
LENFSIEYAVKIRDDLLRRRSFQYCCILFDTINSITLFELKKVFQPDVSGRDEHQFEYSNRNNTFHIFILNSHFMCSISE
>Cele_Y54F10BM_7                                                                
MCHNFLNIVPVWFSKLSIFQHTSPQNLKSASLIDLPLDVANQILEKLETFDLLRCRKVCRGLKNAVDQFGVPFETITTYL
YDDSLTLILDGFKISYTYAEKSRTTTLVYKDQNKQIKGAETAFKDMKIVLKKVSKLIICNWTSGENKTIIKSFIDFLKPE
ECFHVKELAFYKFSIDDITYLLSNFDSQKMETIILNGAVQLDQFEQITLLYQWKCAKNFEIWYSRLDSKFILHFSHFQCF
TIYKMFNFSTETAVEIRDNLMRKSEFQRCRIYFKKLKLNPIEIAKVFKPDYTGGNEFKLKYSNDNTKFVVQYAEVDSRCS
EFFVEKFGRCQL                                                                    
>Cele_Y56A3A_10                                                                 
MATVPYPILCLPDSVLQKSLKLMGVVEHLCLSILSKNIKQLIATLKGYPKCFSFKFVPFTSITVVGKRFENFNFCFDIDE
STQNAELRSYTDEGTYITLTVPGFTEKHWIEHVAYVLCRHNSIKLVLWEPNIDEVYEIVKDMETVAVDIASSEIQSCHLL
KLFPSLRYLEVYKAPINTQILSHNLFHLEVTTKVTLNDILISNCSNFSISGNDVSDMELNLFMRSWIKGSNPRLTKFCIH
NSPRVRDPYFETLLFQNMNYIETHKNKYWRTFEISRPDGTKAIIEWNPVYNFYFNMTVQH                    
>Cele_Y56A3A_14                                                                 
MATVPFPILCLPDFVLQKSLKLMGVVEHLCLSILSKNIKQLIATLKGYPKCFSFKFVPFTSLTVVGERFKHFSFRFDIDE
SSQNANLRSYTDEGTYITLTVPGFTVKHWIEHVAYVLCRNNSIKLVLWEPNIDEVYEIVKDMRTVEVVIVSSEIQSCHLL
KLFPSLRYLGVYKAPISAQILTYNLLHLEVKTKVTLNDILISNCSNFSISGNDVSDKELNFFMRSWIKGSNPRLTKFYIR
NSLRVRDPYLETVLFQNIDYIETHKKIYWRTFEISRPDGTKADVMWDPLYNSYFNMTVQH                    
>Cele_Y56A3A_15                                                                 
MATVPFPILCLPDSVLQKSLKLMGVVEHLCLSVLSKNIKQLIATLKGYFKCFSFEFVPFTSLTVVGERFKHFSFYFDIDE
STQNANLRSYTDEGTYITLNVPGFTVKHWIEHVAYVLCRHNSIKLVILEPNIDEVYEIVKDMKTFGVKIASSEIQSSHLL
ELFPSLSNLGVYNVPINTQILTHNFYWLEFFKTKVTLDDILVSNCSKFSIEYNNLPDKELNLFMRSWIKGSNSRLKTLSI
CFGSRRDRFLETVLFQNIDYIETYKKKDWRTFEISRPDGAKAEVMWDPLYNS                            
>Cele_Y59A8B_11                                                                 
MSNLPLDVIHKIVEKVEPIERLSVRKVCRNFRAIVDNKDPGIKRVVLNIHHSQFQMWLLDAKSTVIHYDFSHSHCTVNYN
DRNERFKGVNGLKMAETDLSVVMKNSKLQLEVLEFQGYDRIQKKETFMNWFKEMSDSKNLYKVKRIDFSINLPTFAATIF
PLLQPGFLEEICIYCSGNPDYVDQLFEMEQWKRAKSIFIDSYGEKHFPIENLFHLTHFFIDTAYLSVADAVKIRDILLKS
TVFESGIITSRNIFSVGVVRVFNPNFIARRPFRVDYDNGSHFSLLYDHISIKIEKKK                       
>Cele_Y59E1A_1                                                                  
MFGNCLKAVATRFLKLSNFKQRPNLQNEGVMSSNLLDMPLDVINVVMGKLEPMDLLRLRKVCHSLKSAVNKFGIHFDSIH
FELHDHSITLCLDNGFPIYIRAVYGGTTVSYGQRTIEIEEENFMDVGFKDLKFLLKHVSTLGIYNYAKNRKEIIKSFIDF
LKPEECFPVDAVEIWNFSFNDVVSFLSYFDDKTLKSIKLNQNEPIEQFEPITYLDQWTNAKHFGLKATNSNVDSEIIKNL
FHFPHFCVYKITDFPTQLAVKIRDNLMRRSTFQQCTLSVNKLTLNPIEIARIFKSDYTGDISRIPESAQMSSPDSSQSKK
AVGSHPSARSVFPSMDSSVFTDDDGCEILHSTAKTCAPPDPCFPTSPFFCVESPDVTDLSPDKPVEDILKLGTTHTHSLS
LSSLSLLVVSSASLPGRAGYITENTSKASMPQSVAGCLAKEKDDSSTPMCALFFCLFCFTYYFGFPKSTKSRSGK     
>Cele_Y61B8A_4                                                                  
MKPAKKILNSMPLEIIHEILSKLIPIQRLVIRKVSCNFRYIIDEYFGIKELAIEHGNYKHPFLALKLEKGTISYMNSRST
RYACSVQVLGKRRKMKKGDSVDFVLNDLSNLMKDKVFKLDALKIEYPTWIYKDNLDVFVSTIPLILKSAKSLHVKEVEFR
SGWSIEEMAQMLQCIEKVEGIEIHKPGPLDALVPLDQWKMAKSVIALDKQSLLDIGNIFHLHQFKLQLVRISREELVKIR
DVLLKSTNFEYGIIYLVEHTTENIGTLFNPEYNGLPNGSMRYKTGDNNFFICFNFHYFEIRKSVENT             
>Cele_Y63D3A_9                                                                  
MSSPSFPILRLPSKALRTTLQNFDFIDLLSFSFVSPTPTKSLNMKVTDFIIIKNYGIYIVARCCGIALRPITSQIFVDGQ
PQERQWEIQSITVKKCFENFLAAFNHFEVEYICVRGEDDISYNLEEIKVVKNLEIFSADCGIFGQLYRVANKVTLSQRSL
LHEKPRDFFTENMDSLQLEKAVIYRPFTLSDLNLFLQHWRKGSNPRLEEIYIGLKEDNLVDFKKTLLKGIEYWKYGIFRV
YNNSPSIEGLEIERTDGIRAIIFVNPMHRSIGMGVLQ                                           
>Cele_Y6G8_2a                                                                   
MDVLKKFSVISVNKSQDEPTPSAQDLLTNAIFLENLNRMLTSRQKPLNVFTFEVNLWQEPFNNHAAIIMSHLNSNFLNLI
ILSTPIPGTHLKFDAIVTLEQWLNGKEVKMKNLSTDLKFDAFFHFAKVSTGMDPNTYSELTLLRDHFLVNEKPSTFELNF
NRYAKTSEISNDTNNVEPHEVFGETEHVEYKNGGELHRKIWYFPHEVHTSYDLRIEYCITNDYTFQFGFVEAEVKPQIVN



SDFNLLSLISTNYQAMKSIIEKCSFVTILTLRKVCKNLRNFIDTTHFNFPERNVWITFDGKDSMLEVITPEGKTSLTYKK
DPIGCKLLAYPPIPYGSDFIATRMMPDDTPLNCCMNDLEQILKHQKTPISKLAFTLRSIDDEYIYKLKETLVPQRTRLLK
VKCVAMLGVDLPIIARILSYLDQNDLKMIFLNYDAYSKVEEEELDSTKIVELGQWKRAEELWARDCGLSFSVKNIEHFLR
VEVTLRTISVEDLVHLKEIFKTSSANRKFDIKARSFDAEDLTPTLGAPSLSNKIEQNVVHKKWFFKMEMDRRRAVCIDYL
ECIAGEREITVFVFSHVEISDVPANVLRWEQ                                                 
>Cele_Y70C5A_3                                                                  
MKYVSEYLGSMKNTLPSVIDAAIGYKKTALSLGFGHPSCDIDVYFEDKGSNTLITCPQYHKSFLVEESYFFSVFCDELES
MLLRETPLAEFSLSVLEKHIYFRDSSSESLKTGNALLMNLNDAYQWLVNFLRNQGRKLRTTGIFLVVEDASQVLLVLPLV
DQNILKFFVISSIYKQGKKSIIDVQEIINLEILNNITGLRIRDCYMSPSTPLQHLFKFPGVSVMMDKVSMNELRGLVKAC
INNPNCSNFSVDFNEILDTSNKEQLHIPGTGRTINVNTRKVLETSVGEYFIEYFSKTLCIRRLLEKEEKECDIEQNQNES
PEPDSSLSQRILQNHLIMEHILGKVGSLTIQTLRKVSHKTRQVVDFLNPDSKIYAIQIHLSDFETVEVKMFFLEGDDIER
NIYRSTKVSLKPSFEAITESVKTIYENAKTHKKCCISGNTLDGKELDRFAEELVLNLQNQRSVIQEMCLYASRLPGDGCL
NFLPRVYTPEFTLQINEIDTRLENAPDVWKLSASTYYQLLEYSLESLGKLLPVKKLSMQTEHEEDVFKILKNLDPAELNV
IEIQKPKSSLIYRSLDINEISILNQWNNAKELLCEPPIAVYQIECLSHFSMIDVHLFTLLLQDMVYLKNKFLSSRTFTKC
KIVFEVNDMNENIFEENGLGFAHLRSPSSSGRPSVWFFQYPNNSDLLHILYYEHRSIALSRIPRFKAPDNAVISFS    
>Cele_Y73B3A_22                                                                 
MTESVLENPIFIRSCILNEVLHRKPIRESYKNFCEKLGDDVMDYIDFEFWFYRFYEGNHDLNYDQKLEPKNLSDMPIKIL
QRILNELCFRDKMVLQKVCRILRKVVPEIDAAAHSAVSFRMCRDWTFLEFSKHEIVYREFEGGCIVKYEDYAKPVIGGNQ
LELALNDFSNFLKCPKLHLKHFGVTFSSAVGEEARQEVIETVGTLKWPNLKTVFFNGIHQSEIKPMITCFNSETIEHIIL
DVSRDSSNFELNADVYESAKWKHAKIIQICGDCELSIPFAKIFTAIIFLIIWKTYDKLSSAFFQHLDNFPTNLQKAIFRS
LITDPIEIARVFDPNHEGDAVNILEYNTTSSRFVIQCEAYKFAVEKRDDSEEDQPTL                       
>Cele_Y75B8A_21                                                                 
MCTIFQCKQNISLAYAKSLSISMTTVFDEIPESILIKILEKLELIDRLVIRKTSKKFRTTVDNLINIKIIRITVKNNFSR
ISLDNYEFEYDNVGDHCIVAYGNISRNINGVDHKNFAFGDLNMILNMSKLELKELQIIIICGLLGERESFMDIFENLDSI
HSRKCTIEGFNSLEISRILSFFKAGVLEEIDLCSLNSICKNKEIIELEQWKKALKLVSRSHVIQVENLLSFKEFEVYETA
MTKRRAVKIRDVLTTSTSLETGTFEFASFFNLNQIATVFNPTFNMDNFVNSTCIDFTNNGGSNFLIHLGPRCLKIEKNLK
>Cele_Y82E9BL_10                                                                
MPSLLNIPLEIVGEVLEKLEPMDRLASRKVCRNLRAAIDNIGINFDEISLTFSKNHKVELELDKFQTKYYSAIDGSTVLN
YNEQEKIIKGESCLKIVFNDLEILLNNSLSKFSFSVHIEDKLDIINALKNVLKVKKSIFVKEIWLRDISFNDALSILPYF
NADMLDIIHLSISDNISQFERITYLDQWKSARSFHLSYVNFDDDYIEHLFRFEEFSISLPYLLTDTVVDIIDDLLTRPTF
RECCIEFEGDEVKADQVLRLFDPDRPAYSSDEIEYSNDQGTFAIKCQLVGHYDYAFEIERLVE                 
>Cele_Y82E9BL_11                                                                
MPSLLNIPLDIVSEVLEKLEPMDRLTCRKVCRNLRTAVDNIGFNFDKISLTFSKNHKVELELDKFQTKYYSAIDGSTVLN
YNEKEKIIKRESCLKIVFNDLEILLNNSLSKFSFSVHIEDKLDIINALKNVLKVKKSIFVKEIWLRDTSFNDALSILPYF
NADMLAVIHLSISDNISQFEKIIYMDQWKSARSFHLSDAHFDDDHIKHLFDFEEFSIAMCYLSDDTVIDIRDDLLTRPTF
RECCIDFGGYEEEADDILKIFDPDSPSRYEIEYSNDQGKFAIKCQLYGYYDCALEIERLVE                   
>Cele_Y82E9BL_13                                                                
MPIEIIHETLQKMEPRNRLTLRKVSRNLRLAVDHHGIGFMDVIFKITSEKSVEMELDDICIKCRNNIHGNCLMDIEDDTQ
RRDKTIVGADCIEMALSVLEMCLKKPLKTLLLSINSLSEDRFKNFDALTDRLQAVKPLDVECLLLTDLSLAQCAHLLPFF
EAGKLERIAINNDEEEFNKFEEITVLEQWKKAKRLHLNPYKGFDTSSVSIESFFHCKWFSITVLTISAQDARKIEEILLK
NEHFTGCDIKCWTLPVMTEIFQTITELPSDDTIKSKFEYSSGNSKFSFEVQYGYINISRV                    
>Cele_Y82E9BL_14                                                                
MSQVSPVFNNLPIDVIYRIIEKAEPIDRLVLQKVSRSLKTAVVHIGLGFTEIFAGLYSENSILLTLDGKRVSYENCNGDC
LVKYLEYRERRIDGENHLKIAFNDLAGCLEGGIATFKILMGTMEGEDREEHVQTLRATMKRGITAKRVDLGIFGSTEIIT
LLSIFKPGFLEEIRLDNVTNMDKFEDLCRLSQWREAQTVYFRGNGEDAPIEEFFNFREFYISVGRLLMEDVVKVRDILLE
RDTFLQCEINAGFLATQTEIAKVFEYSGGGNSFEYTTNTAKFNIRVDSSHLWIRRVFEQNH                   
>Cele_Y82E9BL_15                                                                
MYVYILGIDNVTCLFETMENSKFHTFTLIFPHISLKSKKMSGSPTLLELPITIANQILEKLEPMAMLTCRKVCRTLRSTI
DRLGILYGDIRFGIWENSVTMNSDGVDLEFTDANSVTHDILNRRILGDNYLGSAFKDLKVLLEHAKGLAICNYSEDDIYA
TVLIDVLKEKECIHIKKVVFEYFSFNDIVSLLPYFNAQVLQEIRTEDSGLIEQFERIIALDQWKNAKKFVILDSVIDSNH
MEQLFHFEEFLVNLDDFSVEHAVQIRDVSGNFA                                               
>Cele_Y82E9BL_16                                                                
MPLEIADQVLEKLQPVDLLTCRKVCQSLRTAVDKFGITFDKDLGIILSRVSKFNLTNHTKNKRDSMKSLIKALKTKKFVC
ATKIYFYQFRFNEILSILPYFNPKVLEDIEMWYTNTTNRFERIANLDQWKNAKTFEFWSARFNCEHLEYLFNLEEFSVKM
GNVSVESAIRIRDNLLPRSTFKKCIIWFNSINQIELATVFQPGYFGRKEYTFNYSNQTNTFAIECSELMSFYHKFSIDKC
>Cele_Y82E9BL_18                                                                
MPTLNHLPVETIYEIVEKFQAVDRLVLRKVSRRFRIQVDRHGIRPRHLYICLNRFNLLELHIDGAKFKYINVNGDCVVKK
YDRAWMRLRRIAGGDYVEMALNDMIGCLQHSLILLKIHLNHHFNVFMDKLRGRVHTQNVSIRFQNPCNIIAVLQCCEPEN
IHLAMEKPTDFFTSLTTEMHDQFKIITCTAQWKYAKTFELWGSDVEADQIEHLFHFEKFSIRMLDLSIQNAAKIKDNLLK
SSTFKTCVIRFFGYNTIGIAKVFKPDYYTGDFQYDIQYSNENQKFEINCRKAPFNCFDLYIRKC                
>Cele_Y82E9BL_4                                                                 
MPNCFVSILTKWFTKPPTTSHLESPLLNMPLDIVNQVFEKLSPMDLWTCRNVCQSLRRAVDGFGIYFPKISLQIYTDNIC



IALEDYIYYCKAASSGGTSVTYKKREGRVKGKNYIKVAFKDFEILLKHSTELHISIYIEDIKYTVKFLMDILKAQKCAHI
KKIEFSYSINSKYIEHLFHFVSFQIYMSDFSIKTATQIRDNMLNRRTFSKCIIKIYRIDPIQLARVFQPDYTGDNGFNIK
YSTDQGTFVINLQTLASRDFELSIERC                                                     
>Cele_Y82E9BL_7                                                                 
MSGCFIDILPKWISSSSNRQKNLQQESPLLSIPLDVANQVLEKLEPMDLWTCRNVCQGLRRAVDGFGIHFDTIVLSIHDS
GICITLDNNTIDYDQLLNDEGTSVVYKKQEKIFKKQNYVKVAVKDFGILLRYASKLHISSVHTCYKTDMYFTAKHLLRTL
TAKKWNHVEKLEFWKVPLDFVLSILPHFKSQGLESIILWNTYLWDDTNNLFEQITKLDQWKNTKNFRFDNYELECPPFEH
LFHFQTFKIHILKFSVENAIQFRDDLLKRKTFEKCAVKIGITNESVDPSELSRVFKSDYNGESDFEYSNDLGRFAIYCQC
SRLFIKRC                                                                        
>Cele_Y82E9BL_8                                                                 
MSDQQADLTEKRGKALDMWIEMKCIRLMSGLTPVYPTLVDLPSEIIDHVLEKLEHIDRLPCRKVCRNLRYAVDELGLHFK
EIELRLRSQEIILNLDNHQVGYSNLDGCSIVTLNKLEPTISCENFMKLAIKDLELLSKHTSRLCLRNVTGNKDYNVQALT
NTLEAPVQMKKVIFWSFSFNDLLSILPYFNAEDMEFNNIHATKIKIEMISHLEQWKQAKIVSFSNFTFGSHLIENFFHFE
RFTIKMEDFPLESAIKIRDNLMKRITFNSCLIEFHGDNRLELARVFKPDFTFGICNFDYLNDNDTFGIKCTKLETQYFLF
SIVRFL                                                                          
>Cele_Y82E9BR_12                                                                
MTNKNLRLAKEHLESCENAKADRNSHINGVDLRNFTLPYLFLFSSYIFFPFQFKNFQVNYQNMSDTANRDNQRALTKTRG
LVLDKWFEINFCRFMRGLAPISPTLSDMPTEILNQVFEKLEPKDRLACRKVCSSLRTAVVKFGMHFDKVMVAIIETMVFL
SLGEEVILYSEENNDAVVVGRKKKSTFEGKTYLEIAIKDLETVMNHVSTLFLTIDADAQQGFITTFRKTLKESKCVNVRI
RSDFSEPHLQKENEEVAMCRVRSDSIVEDKKAGSTGALPGYVLSRFKRMIEPVNAMRMTLITILQYGALWRQTLSLETAK
QLKSTVTKIIFIREQFAKQMDIFDEALLNADNIHPDAFRACSMFLIKLDQLMNKFELRSLQYHFANAIDNKDLEKMDSYL
ESANKMSAEFSEALKDDVKTELEALSLTDSSIPTLKNY                                          
>Cele_Y82E9BR_19                                                                
MEAFDLGADELAEQLGDFEPFVADYSGKKLNELPSDVLIHIFKFVGTKEHNPKPAAFQQNFPPRRHPEHTDEHAVRNLMS
LRRVCKSFEDIINNNMIPGAHYDQCLIEIKIQGSPDTRAVTMFKYGGTGAQYPATRLNRIRRFNEFEYLHIQKFEILNKL
YISDIVLTEELFETIKKLDLTSTKTIYFERILDINFSESIDIINYIQGFLCSIDSPANVYFNSEVFDPNVVLFGVNGRQN
DAEMNELRLLGLLDDEDSDHIGHKQIRRKQLTQAERRQRRFINVVNNLVTTPEDAENVKKYNVESIKKRRKAMNSIKKRV
EIRTKSRSKSVQKSTRWHLRKVFDLIGKEQCRSKNAMIYHMKALKKITAGATADSFITAADEISSMINETAELRKREEFM
KKFPFLSKFSLNSTFYT                                                               
>Cele_Y8A9A_5                                                                   
MAVPFTLLCLPSKPLHNILMEFEFAQILPFSLTSAKSKNLVKSLKLINDNSTLKVSIGDSIKISACERMVIGNGSVRMSH
YRSGIQHIYTWKSANLSERDLIDHIMDITENSEIKELYFKSDYHNVIFLHNCFKGLKIGKLRSGVNSESFQAFQKLIPSD
KLDIEKDTGDHEMSGILCQNLNQLVIWTERSVSLDDLFLNNALAVKINSAQFDYKDLNLFLKSWISGSNPRLEYLTLHFS
TRHLEYNTMEYVLGGIDFQKKDYCDFSHDLRSWACAPTDCGV                                      
>Cele_Y9C9A_12                                                                  
MALTLSNLPVAVIREVLDKLEPIDRLVIRKVSRNLRTVSDNTKFLLENVKILISNELSTLKIGECNVEYSKEDKGTIQIK
FIVNDFSTLMKISKPSLKHFTIRISDDIKNKNRDQCFTRILNTLNSKSCLKVSNIEFGNLKPEELAIVLPSFYAGHLEEI
VICHCNLDYDLTGIVSLEQWKQAKYLDATWGWNSLPIEYLFHFVGFKINFKSFSLSDAIKIREVLEKTVNFQSGMFIFEE
TDIADILEVFNPDYDDGNILPIYLNFNNSVFLINASRFHFEIKKK                                   
>Cele_Y9C9A_8                                                                   
MEIVILLKGIMQFVAIIFSLFSNILLMFLVIHKSPKKIGNYKYLIENRVRYFAGKRLFLWMSIPIIAGILWLSVRSFALG
FDLELKEYLRYASHNNIHQPIFKTGFILISINFHFLLLTLKNVKFFNTFRDSINRTYGLDADEITFTGCLFWRTDNHGIL
YLSVKNTIGTICLGSIMTAIPMIFLFFPIGALFTAPVFGINMEKFSFLVTFFYSMYPMVDPLPTIYYVDEYRNEFMSECI
FNNEFVIAIRHLFRSPLLTSNFQFNNFGNPKSHDISINRNFAKNSEPLKTDRKVLRGCILYEFNQGSTVTNAYERFCTAV
GADVIGFREFDFWFHGLGNKSLSLNSEIEFDSKTSPLSKMPVEIFKEVLNNGDITDRMVLRKVSRHLRTIIDNANSNFES
IRLDICPSFAVLDIDEDHSVKYQNNNGDSMLEAGEFVKTKKEVDYFELALHDMTGHLKNVKSHLNSLRLGVPQEISPFGP
SCCLNKEERKICIEKIENKLKTENTKFNVKKFVIRGFSFHQVATLLPYFKEKVLEEIHLEMYNTEMEEESTEVLFNLDQW
KNAKILEIKWNVNLPIPVEHYSHFSRFHISTTDFTINDAIKIRDELIKRDTFISGYVKAPIQNPKEIAQIFKPNNEDGFG
TFMYTNDSSEFLIDFDFNHFEIGKKR                                                      
>Cele_ZC204_10                                                                  
MAAVPFPILRLPSSALRKCLKRMSVAQLISISFLSKKTKEIIRMLEKEDINQTITITQSVSLSLSLKWLKIRDFVSKPDQ
ILQAAKICEHSVNSDPEEFYVPGCTVKQFIDHIAHIFFQNEGMLIQIVNLQSDYLKDVEEYTKNVNIKNVHIDSTEMEDV
PLLNFFSSVELLSVSEIRVSDFIIIQNVRSLELHVVNLDYILSSNSSDILLYCFLSNKDLNLLMKQWIKGSMPRLRFF  
>Cele_ZC204_8                                                                   
MAVISLPVLRLPGPALQKSLKQMSLIEQVSLSLLSNNAKRLITMLNEYHQRATIFLRTSSSIEVWLYTSLNQNFKFVLKA
DESTNNIEIRQLTNHRYESTMLNMSGLTLKQWVEHVVHVFFQEKGVILSLLNSTEICVEEIWHLLDGIKIAQLEIDPHQV
QDCLVLKRFSFVEELSVSSRFPTPKLILTAGFKHLELHHVRVTLHDLLLLNCSHFTIFYSFPEKDLNLFLKQWIRGSNPR
LQSFRYLFNNFNKARLAFLDGIYYIEIRDKKLINDRKCEIERYDGKKAVITVCSVWISMEC                   
>Cele_ZC204_9                                                                   
MSAVPFPLLRLPNSALQKSLKEMRLVEQLSLSLLSENTMQLVRRFNRGRYFATITVVDSICVHLWTARCGQLFFKIKPDQ
SIRAVNILKSDSIATKFTMPKIPGFTVKKWLEHISHVFFSDTGATLRWMSSVRNIEETCEILKEVKIARLAINPSTVQDC
QMRRLLPAIKELIVSDSTVHGSIVHWNLEKLSVFSTTMTLDDLLLSNCSDIAIGRNSLSHKNRNIFMRQWINGSNPRLQY



FAMLMGFNGVQQLENTLFENIKYTETTVQGASTYKEFEIEGRDGRTAKIKLNTELTSRYFAMNVIF              
>Cele_ZC47_13a                                                                  
MIEIGSKTHQNYGKSPTFLNMPLDVAQLVLEKLELEDLRVCRSLRTAVDTFATIRINDVDFQLDDHDINMYLDRIRINYT
DSANGHSNVNYNEQKKETDEENFMDSAVKDLKIVLKHASRARIMNCTKNIRDTVTTFVEFFKSEKCIHVKRIELDKFSLD
EVLTILPLFDSKELKAIDLKSIAIDQFERISCLEQWKNAEICTIRYSIFGAKIAHFFHFKSFYIYTLDKFKAIQTAIQIR
DDLLRRSTFQWCVIRFLRPNANPIEIAKVFKPDYAGGKDFKIEYSNGTDKFDISLEWEWLVKYFELNVKRL         
>Cele_ZC47_14                                                                   
MSAKQPTLLNLPIEIANQVLEKLHLLDMLTCRKVCRSLRTAVDKIETHSTHLTVQLRSNHVSICVDRIETNYYYDDDSSN
CFNRKQKAVEGVDCMNAFFNDLKLFLKYALYLEVWSKDIYREHFVSSLVDILREEENNIHVETIELLQFYKCDAVLLILP
LLNSQTLRSIKLRSTSLGDGFERIACLDQWKKAKKFSSDTWLDCSHIEHFFHFEEFSFRTEPFPIQNVIKVRDDLLQRCM
FQNCTIVISKLNWKPVEFARIFQPDCAGGDTFTLHYSNDNSNFEIRFGVFDRVHGWLTIGRC                  
>Cele_ZC47_3                                                                    
MSVKQLTLLDLPIKIANEILEKLEPVELLISRKVCRSLRSAIDENVHFNKISIELCNCYVSIYFDEIEIIYSVTMNGRSY
MQSNRQNKTIEGVNCMEAAFKDLKILLKHTSKLYISSKTRDRENIVSLLVDILKEDVNIHVETIALTFIPLDKVLTILPL
LNAKTLREISLWESFEIDQFKKITSLDQWKNAKKFSFQLFPFNCEYIVHLFHFEEFSIKTDKFPMQSVIKVRDDLLQRCT
FKKCTVSVEKFSVKPVEIARTFQPDYTGGDAFKLDYSNGKSKFEINFGDCPKERRAWKFEIKKC                
>Cele_ZC47_4                                                                    
MTSKPLTLLNLPISIANQVLEKLGPVEILTCRKVCRNLRTAIDKLGTHFNKISIELWSNSVLLDFDGIKITHSARFNGGS
YVLFNGRRKTIEGVNYMEVAFKDLKILLKHTSKLYILKRGRYRGNIVNFLVDVLKENAHIHVETLTLDNFSVDDVLLILP
LFESRTFEEITLRETFALDQFERITHLDQWKNAKRFNFWISPFDCPPIEYFFHFEDFTINIYNISMQSVIKVRDDLLQRC
TFQKCIFFVLNLNLDPVELARVFQPDYAGGDEFKLDYSNGKSKFEINFGDCSFRDGIWKFEIKKC               
>Cele_ZC47_5                                                                    
MTSKPLTLLDLPISIANQVLEKLEPVEILACRKVCRSLRSAIDKSVHFNKISIELENHDVLIDFDGIEITYRDAPDGESY
VIYNGQSKTIKGVHYRNAAFNDLKILLKNVSKLYILRKERYRHNTVNFLVNVLKEEVNIHVDTITLNHFSFDDVLLILPL
FNCKTLKKISLRRILEIGRFELITYLDQWKNSKIFSFRDSSLNCEYIEYLFHFEEFCINTHDIPMQSVIKIRDDLLQRST
FQKCTFLIQKLNFKPVELARVFQPDYAGGDEFKLDYSNDKSNFAIHYEYYSFDDDDEWEFVIQRAS              
>Cele_ZC47_6                                                                    
MTSKQQTLLDLPISIANQVLEKLGPVEILTCRKVCRSLRTAIDKLGTHFNKISIRLWDNSVSVDFDGIGINYCNEFNGGS
CVWFKKQQKTIEGVNYIKAAFIDLKILLRHTSQLYISSREKYRHNTVSYFVDVLKEDVNIHVETVTLNKFSFDDVLLILP
LFNSQTLEEILLWETVAADEFEQITHLDQWKNTKKFNFWICSFECEHIEYLFHFEEFSIYTDEFPIQSAIKVRDDLLTRS
TFQECTIFIVKANLKPVELAQIFQADYSDGDAFKINYSNYNSNFAIHCEDYSFVDDKWKFVIQRT               
>Cele_ZK1290_9                                                                  
MSAAIRENELLIRACILYESLDDKPIAESYKNFCRKVGKDIMTLHDFDYWFYRFHNGNHDLYHDRSKDPKPKSLSDFPIG
VMYDVLGHVDPFERLVLRKVSRNLRDVVQKMRCELDALYVNKENTCISIGFGQGTITYSQVDNGCQVDQWKSSSGYKKKF
VEGGDFMELFNTDFRTLLENKKVILNSFDVHHYLLARNGTNEEQFLDHLIEIIKSSNKFTTRSFGIGDLSFDKIARFLEL
MEPKSLEKLEIGNIIGSTDYDHLVNTEQWKTLKHFISECVEISIPIDHLLHFTTMKVDLTELTVHDALKIRDMLDTSETF
DYAMIYVKMTDPIEVARVFNPEYNNDDNQNRLFYYTNPGNKKFAIGSSKSMLSISDLASDYFAD                
>Cele_ZK250_5b                                                                  
MTVETEFTMKLVSPYGNSLTRNQVHIFKELNRRGWRNFISWEELERDYVVDDSIIIEAHVKIIKISNITCIARKNLKTFM
LNKTVRNVSNIREGSRYHTNTEVRFGIPWCLVIQRKDGFFKLFLRCYKQASRINNWSIRVEYTLKLMSVDGQSLLFNTEH
TYTDETDCGWDKIIRWKDMDERFLVNDSIIIEVRAKIVEMTGCEDKTMPYAFEMLSVLNYSAIRKLSIFVRFETRFHSVN
LDLSFGNHSNSIYYMLSKNDTLIDKTKYNKRLVGDKNYIDVVCEDLLHILTNAKFGEDIEIRIWYDHDNQETLELANRLY
EQFKIHSQTTKNPIYVRSLHLQIENLSQLCSVLTYFNPDKLTELTIAYLGKPFGFKNIVVMDHWKNAKKIQLDCIVVEIP
IENFSHCEDVTIFVLCISADDIRTLVNAIVSNSSCLKHFCFTYHCLHENITEQFLDNLICEKQINTDGEHVRLIENEIKF
IHNLGSEKMYISKLFDKNKDESIETSALTSRPSKSAMLCLSNQLIMEKIVQHFDFADLAVLRKVSRGSRQCVDILKPDPK
LVAMNFHLKPSIFVEVFGRDNYKRFSCEAPGDLLQILKDQKTALKRICVTLGSSRLIESGEWNSDDTKIEDWKLREEQFV
EMFSKSIFLRGDLIPVVELCLRTLSLKVAAQMLQNVDPVAIKTIEIRPPLGIPIALQLESHLEQLVCLEQWTSARELKIE
HFFVDCDIENLIHFSKVDIRITSISLKDVLYLKKKFLLSSNFLQFKAKFSKTNVDDSIFEDNFLGEPFRRVEDISSNQPD
IWFFSYKEGVEDLQIRYYPNAKEFMFKRVPRR                                                
>Ctel_124120                                                                    
NVQLHIMSYLDTADLCRTSAVCALWSEISSDNMLWKRKLERDVHSWKTVGHATNPDLYEECQSDWSYKQMCDQYLRCCPE
VNQRMRYANNNFHQLSSFLRSMWPKKTPKFAMLGPGLESSTSHVVRTIIDDRSETFKRTGMFPGQFEGVGSGFTMRTTSA
LTFHLITLYSNTRAERQNLQPGQRLERHRLMQQDAERQEEELIEIRQPVKDLCRTLDGVIFVIDASGDVGAVEQSRLELH
AMVGEMWTSAHVPLLVLSCVPDITSQRKHSSLQVSRLLQLGKLNRPWQVRDCIAAEHCGLVGGFEWIAEQAQR*      
>Ctel_181873                                                                    
MASQTDVINGICHHSQPDPLAVPVAVGNPISRSRCPSENSAPGPSQEIGLDIINSLPDEILELLLSHLSPYRDYKNAMLV
CKRWHRIIQGVRVQELERFHLGVQEGHLRWHIMQTKTSPTVTDRYSHCACYHRKLLYVFGGCASTCTTFNDLWCLNLSRG
EWIRPLTSGVYPSPTACATLVSHNDQLILFGGWCHPTPNTFYQSSKVFNQLHSFDTITNKWSRILCPVMPQGKAGHGATV
LHDMMIVFGGYHGQTSCSNQIWVYHIVESNWTKMEIEGAKPVPRYGHTQVLLGDSAILIVGGFGGPNKQLNDMWLLNIGN
EAWSWHRIDVINIQNAAPQLWCHPGCLVGDKIVVVSKNLRITRAAIQSQKEAKPPVPRTVWIPPKEDAAAPQHDHRLCGY
KAHAKRAYPETSESSSQESSSDNDDVGGAGAGMMASLPRSPRMVALQKSVGRSLAQGKLSMERVDRDGTSGSRPGMPSVR
PNAMRNRQKQLETLKYYESKLKQTMNNKEKAAAANEEDLCSCIQPHARQNPMYVHVLDVSRVVRDRKATWLQTHDQIDSC



TPEETIFHSLVQGRGELIMFGGVQMDLSSMQKGLHSTPKQVSNIVHFIRPKRSVRS*                       
>Ctel_224504                                                                    
MSLGVSLVELPPEVLLHICSYMSGVDLGRLSMVCRHFHDLMEVDAIWQRLCREIGVAAIHYSKSFKEVYINLLHHSGCLL
GLWKNVAHIYGGLVSVEFVEDHLAAYEYGSIGQELRNPLSRTLLFTIEMTPSAKNIAEALVCHQRGRHSPQSISLSQNKI
ELICQGGHIPPGTTEIEDVVDMDVLSMAEISYMHSLNRFEYQLFRDKLLIILQSPRLLLEPVIISTNERPSPWCPIAPGL
FKGSYGGHGIEVIQLKYDLDANKAVGLKITGDPNIPATKVTIEADLSRPMVLTREQQSSLQLLQQIDLPDLLDVSEKEMC
NQPFVVPSACYEREAAPPTCSARFHSRGQIANESYTDARFIPGHWIVFDEDTFGHLWMQIHSFSLFTRIKDDELRPLSS*
>Ctel_226024                                                                    
MLVGEANNMRLRPKERKVYDDCVADEEIEGRRTFSVASKLDSDLYSSKLVKEVQGSELNMRYMQSNGFSTPLLVKDKTGL
GMRVPSENFTVNDVKQCVGSRRQLDVMDVSTQTAMEMSMKEWVRYYTADERDRLLNVISLEFSHTRLENYVEQPEVVRQL
DWVDRVWPSYYKDCQTETTNILDKMKYPKVQKYCLMSVKGCYTDFHIDMGGTSVWYHILKGRKIFWLIPPTDVNLALYEQ
WTLSGKQGDIFFGDKVSQCQRIELEAGWTFFIPTGWIHAVYTPDDSLVFGGNFLHTFNAQMQIRVWDVENTTHVPGKFRY
PYFTELHWYVLQRYVSQLMGKEHRTKSKEEMNLMQDDDLMKIDLDYVKNNKESEEGYSSPQSPLEADHNYVSSPAVSVAK
SEQSSSGLSSCASSLESKNNDLVSHIYQEMIRPVSVKLEDCLLQDKSKLLSSIHGKPWVHLVQNEMQGLQTILDWVKQLP
VNKRSVPKDILDPDLLIQDAEKLLKQHSDDDPHLAVTGEPILKGQSRKGNKVSYYSKTPKQKQKGQNKSSATRRRRVRCR
ACEPCTRDDCRECSFCKDMKKYGGPGRMKQTCFCRQCISPVLPTSSVCVICSVDQRTEEEETTLMECGVCWEVVHPRCLR
EHQPELTNEGLINEDLPNSWECPKCCICGQQELCNVRSRSSPLVLIVNCFLISQPRVPKGLAKAKRNDSLSNDSVKEVKR
LKMTDRGDEKEEGEVRVAEVVLVKLPTPQPDCSDSSDSDSSCSSRKRQTKPPLKSPPKRVSSRSDSSPQRKSRPPTPPQQ
QPPPPEAPPGGKLTSRGRQAVTSHPVNSHPASPNNSKGGDAKPPPKEGQRSLGGGKEEEKSAEDSPKGGGGGEGAGQPLP
GTSTTEASDSPRKECSLSPMYVVRPAPISPPPKTVPQKDDAPHSLSRAEWMRVFQLLSPKDLACCMCVCKTFHRWCLSPL
LWENISLERRRIRKTHLLGIVVRQPKKLNLNWTNINRQQMEWLMPRLPHLQELQLSGNAWGSVSALCSFICPLLTSVDLS
WLQGFGDPALRDLVSPPIDRRPGLDDTVSRLHRLTTLCLAGTDISIESVKVILKHCPLVKSLDMSYCARLSNTAIAELTA
PSANTKQNLTSINLTGCSKLTGKLFAFVEKFERLEQIVLRGCPSVSLDACKAFVIKMRELDSVDVQMKDEKCFKITRK* 
>Ctel_225539                                                                    
MACVLSAKCENINQLPENVLLDIFQWLNVRDLCIISRVCRKWRRVANDNHLWRHVNLRSHKLGVQKVWKIIRAHFSDALR
TLELTGFMNRDVKNRAKHSLTTAMMHDLSQRCPRLQTLHLAHMDLKSLSSSSLPSSLESLTLESCLMNQGWWQPIVESEG
LPNLKTLDLEESSKTGDGDLRDISRLPSLTCLRVNGCYRTQQRWVIDIEQPPSLIELQIEKTHCSDVALHSIGKRLTHLR
KLSLAHCHLLSPSGVCSLAACLKDLKWLSLAALGDVDDECLLSLKGLKCLEHLDLSGTQVTEAAVEDLKRRLPLLKFVFM
*                                                                               
>Ctel_196253                                                                    
MSTSSTRRTRPGNRRSGRRMRRRSCSPIPAATGSFGHRYDLRRKRSTSPCYGDAAVPSTSGASTPIPAKRSRITKSSSLP
QLKGSAGAYYLQHELPDEVLLKIFSYLLEFDLCYAAQVCKRFNVIANDTELWKTLFHNVYEYDLPLFNSEPKVFEFTQPS
DCEQENPWKDSFKLLYRALHVKPNYHEEYENHPERYRGRNILYFDTIDAAYNYAEEEEENPLILIHSGTYQREFLVIDSN
VTLLGAASGNVSDRVTIERQSESTITFCEGAKESYLGYVTLKFSPDSNNASPGAHHKHYALEITEHCSPTIDHCVIRSSS
VVGAAVCVLGAGAEPHIRHCDISDCENVGLYITDYAQGMYEDNEISRNALAGVWVKNHANPIMRRNHIHHGRDVGIFTFD
RGMGYFEANDIHNNRIAGFEVKAGANPTVIKCDIHHGQTGGIYVHENGRGQFLDNKIHSNNFAGVWVTSNSDPTIRKNEI
YDGHQGGVYIFGEGRGLIEYNNIYGNALAGIQIRTNSNPIVRHNKIHHGQHGGIYVHEKGQGLIEENEVYANTLAGVWIT
TGSTPILRRNRIHSGKQVGVYFYDNGHGTLEDNDIFNHLYSGVQIRTGSNPLIKCNKIWGGQNGGILVYNGGLGIIEYNE
IFDNAMAGVWIKTDSNPVLRCNKIHDGRDGGICIFNGGRGVLEENDIFRNAQAGVLISNQSNPTLRRNRIFDGQAAGVEI
TNNATATLEGNKIFNNKFGGLCLASGVLPVLKDNRIFSNQNMVDKAVSSGQCLYKISSYTSFPMHDFYRCRTCNTTDRNA
ICVNCIKTCHAGHQVEFIRHDRFFCDCGAGTLKCQCQLQGEPQQDTDTLYDSAAPMESNTLLVN*               
>Ctel_163094                                                                    
MDESSNQGLLGLPQEIQEKILSYLSFDEIANLRNVCCDMNKLGSQILNKGFIQVDKYHSQIQREVKVQLPRRESERRNHP
LARHVDILAAIETRLSLLSMTYMKYVSMGVCCFIPGKVLDEIYRVIKDVRKNTNPPRSHEMLQELRDISSMAMEHFDEHV
VPLLKESMQANESSTLNSTFPVNGLSVPSPKPLFQSTPPLNASYPRLSYSLSTDNSARSSVLKQITSVKQQLRSNSNSLL
TLRKDVTDSRARQMRVIQEQKRRLTTQDRKITLQAQKISEQERIINDLSKKMVENDRKFEEILSKVPLLNGDKSHKEEAG
PSSESGSNRKRKSNHVAAQSRPKRSCRIK*                                                  
>Ctel_200821                                                                    
MGEGRQLGEKQSWEVGEEDRREKPNHENKTKSKGRKRSSPGTKQEQRRKKCLKTTSTIPPTPENLMEDNWGQRIPQIILL
KVFSYAVAGGSLPFLCRACRVNTLWRETACHLSLWHKVDLSYGWIKTKTPTLHFLISHRLKLTRDLNLSMWTKLNFDGVK
LVTDGCKHLQRLNLSYCKLLNSKTTLLLAEECPHLKAIDLTATSSDATAGNKVAYLIEKLGSNLESLALSKNTITGFNQI
LKALSTHSSNLRSFEACDVKFSSGHVALDIEQLQCGCPKLRSLFLTNSDFKASAEKTESEGFPELEDFGAGFLPTAHCST
RNSFLDANLVSRVLRSSFKLKSLDVRCNHSVSCMTLTHLVATDIERLYLGRSSAANSVDISLVIKKWRHSLVDLDVSWLV
QPTDAVNSALGALSLGAPQILLLDCSGSSVSFAPVKKVLRAAPQLRMLDLTSCRDMPRGMKRRYEGADLEHLRREHR*  
>Ctel_174873                                                                    
MEENSNNNGQDEEGDGGANILADDVGDRDDDVDEEDVFLDGWAWLPDILLEEIFAQLTHRQRYYCSMVCRHWYSAFKSFR
VWKKLEVGERTFTYRRFNLYKGYQNDISHHRVQMCLARIGSHVQHLEILPIYNFFNLYEFLNVLACYLEFFDEFPMSGLQ
SFKFTFACESRGPSGSTVHGTGGKILQQLKRLIGNMRKVRSLTINNLLLDSKDFLGLLDDFVEHSGVELRYLEVRNITKR
CYPFTYAGNFVNLETLVMTPNQLSVDVLLSVAKYTKVKKLVLLQDNFITVEEIEPLSSSIWWEVKQLAPQLRVRLEVMGP
EAQELIIQEKAPVQSVVFKTPLSKARDDIALVLSDEYSRYLNIYCHLGLPRVHGPRSFHCRGDSSFLLLLSGCPNMEVLV
INERISTATLLMLASRGQHLKELCVRKNALILKCDWPRSSDWDNEYYLWFKTTSRSYEKTEAETKRLLGNPFWKMLTDWE
FKRLDF*                                                                         



>Ctel_177056                                                                    
MQALFCVFMYLDVFSLARAAQVCRTWNRLVQMPSLWRRVSLRNAIVSSKCLNHIAKYCTELSDFSLHGLRGKTRRREEDV
AEYLRRTRGSLEEGLEAVMKVAGGSLKKLQVVDCGNLLTDRCLWLASCYSRNIIDVTYISDLDPVGSEVIWSLGAGCRQV
SRLIIPPMFPNQNPHKFTNHCAFNIARCWPDLHTLSIGGVDVNSKGLTAIGNGRNEVVIGYLTYLLIRTAHFCGKLQRLE
LDHMCEITEEVAMAMCKAGLKGLRVLHLTFTPVTPKALLHFTSACPYLDDITVRVGISDYYEDTENPQHREEFATIISKL
RKLQHRPGFEQKLRLNVDYGAQKLTMPAPLTRR*                                              
>Ctel_119689                                                                    
MVPKRPSFQDLSNLPPELALLVLSHLNATDLCLASCVWTNLGNDELLWHGLCRSQWRQVSAYRHQSQSSISFKELYMKLD
EGTLTFNADPELGMDYLMKNRLVDDTPMDIALYIHTARHINYESRRLFLSKRSEPDVLDHIVQLQSFENQFLPNALRRFF
NETGPPNERNDYLSYLVEKFSDRFCTCNPNLGFSKDTVYVVCFSLIMLSVDLTSPHVRNKMSKREFIRNTRQAVQGINDD
FAGHLYDNVYLIGHVAPKA*                                                            
>Ctel_220138                                                                    
MLTMSNAISVDALHAWELLPDDLIFLIFNHLPACVLIKASEVCKRWHRIAQDEFLWRDLLILDWKVPPNTRLPLKVGSWR
QEYKRLFFHAPLVESEVLDDHSDQVLHVSYSHNGQLFATSSKDCHIKVWQSDYPAYRKFNVHMKNLNWKYTQFSQFNQND
TLLLVSGVYDGPFNFFGEIAVFTISPDSFQLLNRVRNDPFDVFGTWYNETCLISGNLLRLGHLNSSCYLWLNRAMRSPQA
TGDPFLRLFNFRNRNASSVRTIQVAKCQRKGQECNATNCCCGKCDETPAPVLEASGGDGDRLFIFTTGTKCCSPHQIGIK
RILEADTAHLSSQRLKPELKGNDDMVDGAKFDAPDHLIEMHGHIIGMCLSQDNRYLYVNSRPWPQGAEIQDPLNAPPIAQ
EIDIHVIDLWKMRDLGVCHRAHKAYTPNDECFFIFLDVSDLYVASGAEDHHGYLWDRHWGVCLQQYNHDDVVNCVAFNPC
DSEVLVTVSDDNKVKIWRSRNRRKLLASTRL*                                                
>Ctel_191279                                                                    
MEREACVLVSFTYNDLFPLLDIPLKGGRASNGVERAPLFCTSSDTDALVNSKLPKELLLRIFSFLDVVSLCRCAQVSRYW
NILALDGSNWQHVDLFNFQRDVEGTVVENISRRCGGFLKSLSIRGCQSITDSAMRNFASQCHNIERLNLEDCKKITDVTC
QSLGRHSPKLVHLDLVSCSFVTNLSLKHLSEGCHFLEHINLSWCSNITDEGVVTLVKGCRKFRTFICKGCVQLTDEAFQH
LAQQCPHLHVLNLQGCSSVTDECVVAVSEHCPDLYSLCVSNCSHLTDASLVALAQGCRKLRTLEVSRCSQLTDNGFQALA
KSCHNLERMDLEECVLSLSHCELITDEGIRHLGGSACAAESLNVLELDNCPLITDASLEHLMRAENMRRIALYDCQLITR
TGIRRLKNHLHDIRVHAYFAPVTPPPSVGNGRPRVAHILMHKLTVWYLFNIQLMPETLKLEAPLKRH*            
>Ctel_226683                                                                    
MKIRVKFRSIRRVVELSDDPAPTFSLLRDIAASSLGLKTKDFQLSLNGTDVLTTQHNDILSTAGIVSGDLVTILDQPDLN
PSPPHCAPSQPSNQPKPSTSIQPAAALEPEPDLTSAEVAPENVNVYLKEPILIRECVNDMLPQSLLNSFMKAKPSNDYEI
FCVVVHVLMMECGYTSEICEFSLIEAWKKPGCYAMTYTHPDVPEGHFSCVCVPMQNQITIHGLSPSGSKFSATFQCATFI
TGNSNDVHSAYKKSHLAVLSRRFKDNLAHPLLQSCLPVGSVPSLSSLMLEMKLHILKHLDAASLLRLSETSRHFKEICNE
RYLWRRLYLQRFGGHHIKDLSVDWKELYQEEYKRRPKRGRPWPPAAFLPPGTFQPPIPPSGPFYPPGVIGGDYDLLPNFS
PFAGGRRPRPSPFSPLFR*                                                             
>Ctel_20741                                                                     
MAASISWAQLPTQVLEHLFSFLEIEDLRNCSLVCKKWYKYLNDENNDVWRMHCVRKLAEEALKSDILSSVPTYKAKLRAF
YHAWNPDDCSHNIYVKENGFTIHRHPQAQSTDGARAKIGFHTGRHCWEVWWKGPLGTVAVVGIATKAAPQHCSGYVALLG
NNNQSWGWNLVDNHLLHNGDCQGNYPLLNNAPKYQCGERLRVILDCEDNTLAFEKNFEFLGVAFRGLPDVKLFPAISAVY
GKTEVSMVYLGQPLDG*                                                               
>Ctel_199995                                                                    
MATARHEQTLSRYLRNHKNDQTSNERRSEISGKKRTEKKSSWDSNTTPNKSSDTTRNGKKCVKFRATPHLGRAVTIDDLP
DEILLKIFGYFLPGELMIFGLVCRRWCHLANDNLLWHRIYQKFVSGKFRRDRDLASEGNVKFWRSRCIKRCSEMRNLQKI
LTRKKINQFSGLLAGTEDSLKKMGTKWIIEFVNQHNEEMTVITNDDVCHFAMATNVRWFCLPALKLNEIVKMKVYAANPI
FFDPHGLALPNSPCLRSLLCEFPFKWNLIKSQTSVFASDDSNSIDLYALGGGLLVAAWKDDGGLAFFSLSFHHHMLLERC
LQGTHACPFQIPSHVKRGQDIDPRLGLHSYSCSLELRNHRCSFWKEQFLNVHSREDEARGSHVHFRLIHPERDHERGRLG
KRLSLLWKTIALKGVVKDVCFLDLSVLSEGSEPMWCTSSPVKLTSASGETVNYTYVGQNQVIQWEDEKGKIDMLLIWDDD
DQEYFITDLQLSISLRFINQWFATNY*                                                     
>Ctel_200538                                                                    
MCKVYVTISMYRYILCRELLLSIFQYSASKWGPVPIICRACQVCRLWRDVAHDPSLWRQLDLSSGWIRKNVLGLMSLRMS
GRFQVVRSLNLTAWWGLLDHHLEVVLAACPNLTHLNVSHCQALTDSGISALASSASTLTHLDMTHMAPLATSIPSMRQLI
VKKGPHLQRLNISSNVFTHKFSNILLLITVHCSGLKALLMNDIHVAGSVKVPLDILSMQSSICGLEELNIEGTPFIALSA
QFEEGPGFPALRSYSAHAHNSNQDQEDQLFIERYSSHVSS*                                       
>Ctel_100745                                                                    
MLSVFLFGLFLQLITEWFHEFDDAQRNLLLKQILPQFNVPQIHLVSTEMEHHLHAGCPPNCLDSLGWLPCTITSYLLTFL
DPVSLGRAAMTCRRWNELASDSSLWKRFCNQPKWRLSRVSEHKQLLSHVQSNGDIDWKSVFAERFKLCNNWLNGKCNVRT
FEGHTQGISCLQFDDTRIVSGSSDKTIKVWNIRTNSPWGVQTLAGHSGTVRCLHLDGNRLVSGSTDRSIKVWDLSTQQSW
SSIACKVTMVGHLDTVRCLQVDDQKVVSGSYDRCLKVWDIHTGHCTRSLRGHEAAVLCVQFDQDKIVSGSCDKTIKVWSF
SGECLMTLKGHHDAVTCLQFDKTRIVSGSLDCNLKFWHIDTGECMNTIDWKASEGHTGVVRCLQADSWRVVSASDDRTIK
VWSLETGQRLVTLRNHTDGVTCLQFNDSIIVSGSYDKTVKLWDFGCC*                                
>Ctel_167812                                                                    
MDHLGLFEVTKTAQHMGKEGHQIDRRPSFQAGPAGIMPLPEHNMKNINQLPDKLLLHIFTYLHHADLCQIAVVCKKWRAI
AYDSTLWQRVSLRPDHSGLSVNNIDSLISLISNRFGHTLRYIELSCELIQGPVLHELSNKCPNLKHLTLDFASAMQLHDF
NDLNAFPCNLKNLTICLSEVIFMEGFMRKVYQSLSCLEVLHLIGTFEQGDEEEEEIYEVINISKIKAHTPNLRVVNLYGI



SFVDDSHVELLSSNCIHLECLALNFCLRVKGTTLKVLTQRCKKLRTLLLHHCGVEDAAMRAVEWENSAINELDLTSTELS
AETLQDILLRMPGFQWLGLGYSEFFNDKILEELLRQGKLENIRAMDLSHTVSLSENAILQLIRQKGPQLQGLMLGGKPKL
AEQFFLNVIPFLKNIKVLSIGTAYGWFLRLSTRVHIDQIVICLSQHCTNLIRLEVQWDPDTIRYSDNSSKFIDQLRIRSP
WIRSLTLSDGEYYEMVKSNFERSDRMTVVRTTTNYTTSIVCLLNDYKDLIFN*                           
>Ctel_220586                                                                    
MATSEASELPKEFLSSKLSACSVCQGYYGPNFGWPVCNTCHLFLFAADINTLSHHAQFAEKTDSGDSGTEEPNEETDFYM
KPQTKASERTMVPTTAVRGDRLAERITNLSCPREYQSEKLDDGLIDSLPPEVLLNVFRFLDDISLWSAGKVCNRWRQLLE
AETSDDCWRRFIQLRWPLFHPVYKVECWRTVFSRLLESAPCLFCLESMMLQSHQAVEENSWRHRRLRIELKTLRADPPEG
IQAIPLDRQRCHWQACITGPQGSPYQGGLFYLYVQIPNNYPMRPPVVRFITKIFHPNISWHGDVGLDSIQHNWSLALTLS
KVLISIQSLLTDPYCHVCMLPAAATLFTKQRPLFDQIARIWTWKYAMHDYIKPSKLSLINVL*                 
>Ctel_23856                                                                     
WEQLPSTVFVQILSYLPLTDRLNATSVCRTWRGCLFQPCLWRSIDFSVNILGRKRAKLLSKMCARFVREVHLNFSASFYA
DVKETLKILRELTTNPNLERLTLRPSSCQLGWPEREANHCKELIVNSLKEIIINSRRLKHLSLGCIGELTDASDDLLLLL
LKHQSQHLTSLHINSVKEDPYSYRLLDLPELTFSGFHCLSTLGIDYDYVTNALFHSFIHSNKTSLDSIIIHVHGISADHE
VISNDTWHQMVSANPNLGVTLNLIHSIDGSSDMLHLLKPAMPLMHLRQFFCEGINISAMRFISQHVVSRLRSIVIVDGME
NEIALEEGREVFPPFPNMYMSHDMDEDPFVMLAWKAPNLERLTLIGYEIMQEDVVAIARLRGPHLKHLEI          
>Ctel_170674                                                                    
MSNLAKNRVQSTWTPLGNQEFNQKSKDSTPKSPPTKGPDPLRGIFEERRALVGKWFDKWTDSQRKQVIEELMNKCKSKQV
QFTIDVISKKQPIFHDDFTRGLPRVISLYIFSFLDPRSLCRCSQVCWHWKYLTEVDQIWMPKCCRLGWVLPFSPSPYETG
VWKRLYIEKIMALKSYAPTVPMSSNGQLESSVSKMSLLADMEAKGLLNTPRQKDARPPWRGSDPTPKDIWRNNYLQNDDE
KQKVAKLRKKGVPGSEAMDLVLRTKNKVNTGLQNAEKPSTIPRSKSATHLKSSVRTRPNWAQPKTDSTDTSHIKFIDPRS
AAPSAALGQSGNLTTKGDSPPSTEPFPSQPWQMPNDVEYDSDVY*                                   
>Ctel_102929                                                                    
MALFHSEKRFHSIVAEASSSTRLPYHNSPSSFSFLVSPIEATTARGTGHISCLFPEILTIIFSHLDVRDKGRVARVCLAW
KEAAYNKTVWKGVEARLHLRRTHPALFPSLVQRGIQRIQVVSVKRSVSDLVEGVPGLRSLNLSGCYNVTDVIMTHALSHD
LPSLVSLNLSLCKVITDSTIACIAGHQKQLQELELGGCAQITTNALLLLACGLSNLRRLNLRSCCKITDEGVAYLTGQSH
TVPTGTAMLEHIVLQDCQKITDVSLKYLSLGFSQLKSVNLSFCTGVTDSGLECLSRMPSLQELDLRACDGISDHGVGYLA
EGLTRLSVLHLSFCDRITDTALLHISHGLIHLTALSLCDCSISDEGIQHLIGSSQDIVKLNIGQCDRLTDASLELIAQNF
TQLHTIDIYGCTRITKLGVKHLRDQPHISAINMELFAAS*                                        
>Ctel_125979                                                                    
DFWETLSDEMALCVFRWLSKSMLVRCARVCKRFYRLSLDETLWRRIDLSNKTLRPGVVGTVLDRGAAVVRFAKTEVAHPN
SSFNQYPRLSKLQYLDLSMAVVSPQGLEEILATCQLLRKLSLENCHINDSVCGYIGQNRNLEVLNLCMCEGLTENGLVPI
CNNLQSLDALNVGWTEMSRGAVVYLVICLPQCLTKLNLSGCRETLLDEDVEQLCGSCPGLKELDLSDCTLLTHAAVDFIR
TQLGSLEYIALSRCYHIMPSCLPLFSNLKSLLALDVFGMLKEAVLLQLKEVMPGIEINKFPFSSIARPTTGIRRTSIWGL
RVRDSVP*                                                                        
>Ctel_136445                                                                    
LSDFWETLSDEMALCVFRWLSKSMLVRCARVCKRFYRLSLDETLWRRIDLSNKTLRPGVVGTVLDRGAAVVRFAKTEVAH
PNSSFNQYPRLSKLQYLDLSMAVVSPQGLEEILATCQLLRKLSLENCHINDSVCGYIGQNRNLEVLNLCMCEGLTENGLV
PICNNLQSLDALNVGWTEMSRGAVVYLVICLPQCLTKLNLSGCRETLLDEDVEQLCGSCPGLKELDLSDCTLLTHAAVDF
IRTQLGSLEYIALSRCYHIMPSCLPLFSNLKSLLALDVFGMLKEAVLLQLKEVMPGI                       
>Ctel_217853                                                                    
MDENEKQKPKVHYVHVKKRRIHLDSSACEALSQSEEGSRALTQPQSIPHSSRDPNRGLYPRPSGGFRSASQVMNSQGHAS
ALAGCANKEGNGFQTASQVMQSQGRLTDFVERKPNAGSSMKRNTRAKLLSPQSNTLNNYFKPVQKSPIKIYGSPVKKVPG
SSLLYTMEPSQPQKLQPPAAKQKPKKKLKYDKAKALSQSQHEWLHEREKSEDESAKTFGLLGDAADAELIDLVAESDEEE
DYFASVPDEILENILCQLPLQDLCLNANRVCLRWSSIISGAKFIPWKKRYHKYLKDHEVMADVTGLAEENEMTDQMTCFL
SLFRFMKSFKLVTAPDMLAAMRKHPKWSWAEDFAKEKTKLFKEDLSCHPWAMLTLLVFVSECVDDVLEVIRCLVGSHSQC
LIHEVLESLYCVALFLLHFKKTFVNCYYNVLHYRVYYALYLYENESAITCGELSHQVKGQQTIDRYAEHSISVRLTHEQL
RICNHDIQEGDTIKIIAFAGTGKTTTLIKYTQLRPGLKFLLIVYNKAINEHSKQCFPLNVTCRTAHSLAYQKIGRRYAAV
KKLYNLKIMDIVDRLTARQGISLYVQAKFVRDAIMAFLASADRVIDMDHVPSFICEEDQVKHELNAYQRLAIVDDANSMW
KRMIDLQDKAPLTHDGYLKMYQLQKPVNDFDAYDVILIDEAQDLTPAVADILLSLNKPKILVGDPHQQIYAFRGAVDSMQ
LVTATRIFYLTQSWPNHEKGRIAEAKASDVYYSPEPKPNYSQLL*                                   
>Ctel_209604                                                                    
MLDFAVYLPREIMEKVLSYFSARELSQIALCNKLWRDLSNTDALWLHQCMIRGWLKYGVHESLFQPVTFSTVSTNLSGTS
PVYQPIESPTMPPICKWKQVFLRVNHLKINWAKGRYSVSPVLRGHKEKVTCIACNGEIIASGSEDNTLVIWDLASCQQLY
KLDVHSDAITDLQLHGSILVTGCADSTVRVFDVKAGLMKVSLQGHSGSVDRVKFDGSLIVSVGVDRSVNVWDLASAKLLH
ILKGHTDEIECVQVKNNCVLTGSWDSSLRMWNLKSGKEMLHLMAHSEVVNCCDFDKKRIVSGSSDGTAKVWSSLSGRCTA
TLFGHSAEVYCIAYTGQYIATGSSDSSVKVWNLQGVCKYTLNGHLGVVRCLYIDEDKLISGGDQKKIIVWDYKTGIKLND
VYRHPSRLHKMLVTETKLITASPEKPGSITVLSYW*                                            
>Ctel_133834                                                                    
MQEFLYNGIPREFEAPVAYYPPEYPTSLFELLSDDVLRRIFTCLTSEQKCKCALVCRRWYTVIWDPVLWTTLWINSSEVD
ADRAVKTLTKRLSYETPTICAIVERVNLNGCERLTDKGLTTIAKRCSELRHLEVQGCPNITNIALFEVVSNCVNLEHLNV
AGCPCVTCICLTPSATLQAASYGQQVYLRHLDMTDCFNLEDSGLQIIASYCSQLVYLYLRRCYKITDIGVQYVANYCSNL



REFSISDCRNVTDFCLRELSKLESNLRYLSVAKCEKLSDVGVKYIARYCRKLRYLNVRGCEGVSDDSVEMLARSCRRLKS
LDIGKCDVTDDGLRVLAEHCPNLRKLSLKSCEAITDRGIVSLVHRCRQLQQLNIQDCHLTPEAYKSIKKYCRRCIIEHSN
PGFFC*                                                                          
>Ctel_125923                                                                    
MIDWTCLPEHVLINIFTPLDMRDRNAAAQACDSWREAVLSPYLWRHYNFKLHVGSRTSNHRFLMCIMRYGSYMRDVSVEI
DQGHAGLCHMGIVTMERFAALRNRKLRLFRVSFIGDNDMYFSDEEYVETLCLLFKSSIHSRSLEVVDLSELWVTYRDRLI
DTLSKFNTELTELRIDSRQQQCKVSPLCIKRLIKRCRNLHTLHLYECNLTDRTLLKFTEDNHVPLKRLSITCHHEGKYRF
ASETWMTLARSNPDLKVILKFQHDCQTEHVLEMIQMGMPVTEVHFMTFTYIYAEVNWVTECLKETLRVFKLRTPLARNAP
QLHIALLKMADQCKRLDEMHVTCDLDKITVDRILELCPNMKKSGKYTLRY*                             
>Ctel_197887                                                                    
MMESLPDSCLLLIFSKLRYEDLCLGVRMCCHHWRSLTFDRDLWRHIIVPAHFSNCRLYLMLQKVHEHVEDLDLSSCDYIS
QVGLMELALLSFPRLKKLSVPITGVFGDSLFLRLSQSCPVLEELEHVTPNLDDTCNPVLCQMLFPLLKVLNDRPVAQFGR
IRKSPQLQLDVQKRTWWQRALTRLAEACDQVSAYKCCRGMEYIDGDGFKHISESFSALTELELRHCSLTDKAFQLFAEHN
KVGGLSKLIMDKPGDITDESLSIIAEFSPKLTNLKLSRCALITNSGVLNLTAKCKYLTELHLNNSPSFLGSPKPKSDIDN
SCLKSIGENCPLLLTFRLFYSSLVSTEGFQAMLTGCKNLRGLMLYECAHISDDCLETFLGFPHLRALILVNSSDVTPRGI
INFILKAPTLARLSFYAKQDDFLHDLSSLAESTYEGICLQPTTFHPNVLKFLTLRGVGSSFIQLITVLCPALLMLDLRSG
CFVDSVCLKNVVKNCEILEELDVSSCDYDCESSLLSTVSEHCTHLRKLAFGGSVNDCSHEDLYAVIQSCQSLRLLTLNQP
KWPQLKEEELVAKIKEHHGGQCCVKIDKEFDDEDSFFLDLHFTPIKYLNSVPNSKSILLSKEA*                
>Ctel_144235                                                                    
MERFELLRLPDDPLLHVLSFVNYRDLINCCFTCQRLRELTQQDALWRTQCKAVWFEDKCTEGKTWKETFIHFYEDLGKYV
DIYGSILKAWKQIEVYMEKNCPTIHKSIQTGLSEDELSAMENGMQLKLPRDLRCAYRIHNGQKPGHEPGLMGSMQSISSS
YRTEVLLPLHMATDNIQTSSDLQGCLPLTFCFHSHVSQMIVLSEEKGYTRNQIFYPIPDNSHPGEMALMPCDSFIVANNF
QEWFCRYAQQLEDDAYIRMGNVHKQVFLFSRDPECMASTGSIHVKVATAFNPEHSTLHPPLFFHTYHITMWMDDDADESE
WCELESRYWVITDEEGHEETVEGPGVVGEYPTMKAGETFSWTSYTTFPTTYGNMRGHFTMKNIQTG*             
>Ctel_168270                                                                    
MLSRSVSVSLDQPFPAADNSPLQLLQLGEHAAALVCLLLFIFHLVMSSARHKGSKPSRSSACMIQRPGRSKPRSISVSAD
LDCPGRSSGVSRGVSSAAAKRSALQDYLRLCEERNRTISATEGVESFLLSCSPMLSMGKALATLKPQQFFPFQQLPADCM
LKIFSFLSPTERGQASQVCSQWRALIKSASLWSSVDLTTFPLCTKKSARHECTELCYSAYRTRMRKFMKYLVSVKPALRS
LQFAYDIGEYKDGWLECLQALIKASRCLELEVAHLNWKETPIRPFWSESITWSTSDYNELMHRHRHRQRLFVNFFDQFTA
AAPNVKQLVLPFDWSPRSLKALTRLKRLENVVLEKYYVFQSMEQESLDTLLRQLSSLRRLILEVWTPSGRGLLFFHLASA
SLEYIDVSQCRGFYVGSVSLPKVTVFKISRHPWNGPLVVADSITVPCIYEVLCEGAPNLRQLNEHTLRADWRESPYEELD
VVLKAICSCRVHKSGWVM*                                                             
>Ctel_199261                                                                    
MGETSNFTSDNIVGVDDSGSITSSLVPRDGTATVHAWEHLPRLTLEKVMSYLDYEERLNMALVCSHWLHAFNCPQLWRKW
NVVLGRNAIKEIRRLLQFSRQHAQHLHSLRIQCGHLRFMAWINVERMLIRVFSCLVRKGAQLKKVELIDFHSNRRGTDDA
LLNSLVAALVLFLRTQKRLQIVNFSDAFFSRQNGLNVIRALTADKSSMRIKYLNIQDLFQKELPLFDSRVLRIALRHCRH
LRTLEMNYSCLSESIIDTFLRMKDLCLLDLKVDGQGPHSHTISTDKWSALRKANPTLRVAVYLERFADHLDIRRVVNHRM
PVSEFQMWTGMNSHARPWFLKDSLLYVAENFSQHLQVIMMTLAPDLPVDDAVILLLTKCRCLQTFELQCPLDLLTVQTIY
DMLINRRIGLRQLYLTVDDLSEAELIELEATVALYECDLDPELVVEVTGRESFEE*                        
>Ctel_225376                                                                    
MANEEGVASKSLAALADFDDLLISIFKILPMKELQKCSKVCKKWHELSSIVQKSRHSIGWFMFSPQLHSHELHPQIADKL
QLLSSAPKQCLLFMTNSLFEDHVAVPDDRSSNSERAMHPRAAKLEKMVFSDYLLRLLPTNCQLIGIAADGNVGTDWELKE
CLEAENAVSASGIFFPELSGVTVRRFSATLSELSQKLFDSSIDPDELRSITCIPETEQPKLILLFMSEHVNDLAIPTLLV
LQHRSVVVAGGLVDGILPTQETENPMDSDEFLLGLSFCGGDNLRVASVIVPAEINTETGVTLLLKKLQNTHVCDGARQSL
AFMFACIGRGQYHFRGKRNVEASAFHRLFPTVPLFGFFGNGEIGCNYLPDYSSGGGSSVCLVEEESGEERVPGLQHAYTT
IFVIMSIL*                                                                       
>Ctel_193809                                                                    
MMSFRDVSLLDLPCEILLHILDLVDTDSRQCVRHVCKALRDMVDDPLLWRHRCLHLLSEAQRKSPRHLLRVLRRRNPSNV
SLDHCHNVSLKKLDLLFGELRKLRRLRCSCCVAQYLATKENVRLSIDALRINSELCKGKARGGCIADLSLFEHLKSLHVD
ATLSFEESVSAVIEHVSKLHQLRELALRICKVPPDPRWSHSSITSLSLQSFPHLKVLKLHGIPVNSELFYASQNVALDKL
DIGQISEMDEWIESIHSVTNLRLQLKPPEVNSTLRLLREHLSSLQELSIQADGLGIYPVEFELLPLSLKTFSLHWTVGGM
VRKEKGILGLIPAELREKLEGLHLPQIRLTEHDIVTLADDFANLQHLSCSLADSVSSDTLGCIANHKRLRKVSLWFSLEG
KFHEAAKKIEEKTECRLLVRFDTNMSRLNQMYDGF*                                            
>Ctel_138406                                                                    
MWNQLPEPAILKVFTHLALSDRLSASQVCEEWSYAIYAPDIWRTFGCCFNSQSDSKYLKFIKEYGEFMECLTLEVNQFEP
SNRKICVSAISLLKNLERRSLRKLRVKFTGQNPLFYAGTEFVKELECLLSHVPCDTDRKSNTLEVVDFGNLPVALDGTII
SCLADNHRNLRKLDIQNGQLVNGIHPSSILNLVKNCRSISDLHIYKNSLSSDVLIELSKENRAPLEHLSTISRSEERFLL
DIPPGVWRNLGLRSPHLKVTMKFDHTCLIENLTNVLMYEIPLTELWLESYTILHTDVVQKCFLFQDRLEKLVLITPLPKQ
SDYFEETLMSLTDQLSKLRSLHVFTTIEEDVKNHILERHRKLVERGSFTLRCHPGQQTWLPGHDCYDPPSHFF*      
>Ctel_225834                                                                    
MQELGDWAHWRASGLVWEKTEEGWRRVQGPMDTQPEGLVVVIESTSITQVLDKLDFMGAVKDIRRFRYVCNFLEMLIREK
FPQLSGMAQKKVMLLLEAILDQAIESEIDLHLVCSMVRVTQQSLMDGIYRHMGGKRLWSQHFERVHRMQQYLQNFELTER



QDDGLTLTDLPDDVLREILLRLPDHTDLLSMSEVDKRLQEVSNDEEIWKELTLFHFGECMNASHILKANKDGWKSSYKIL
SSQFTPRVEYPEQLCICSHCNAMFWELHGHPCLESKAQSEEAPQEFTLSPKDMVLRFS*                     
>Ctel_105308                                                                    
MDNSKGAPEADVTDLYCDFLDDFPSEILFHICSFLDAKTIWRTLSRVSQGLHDLLSSDRFWKIRISKRWPQKYPAIPVNQ
KEFDWKSACEAREEQSRLWSSDAEAMENVIYREGIFAPVDSVHLMKGNDMLAAGSRDRYINVIRLSDLKADDPSSEKNCS
LLSSDKTHKGWIWCMKSIDNTLVTGSWDSSVAMTDMGAGGAVMRRVKCKSAVLCLHCDHDVSFMGTYNKSVIQFDPRTAE
TISNKSYHSGPVLSMIGSENYLITGSEDSTIVIFDRKADEVLHKYKLPASYPVAMGIDREELWVGDHEGNLHLFDVSDGH
IEYVQVCISCFILLKCTVRPR*                                                          
>Ctel_102872                                                                    
MDSSEFDVWLDRLQRHGGRLTSAQRDRLVDTVLSLCDAHNLYRLSMCLEDMTRRDFLKSLPCEVSEQILCFLDLPSLLTC
REVSQAWLSLVDGSSVAWRSACLDIGAKIEGKECSPDVYRELCRHACVTIDRLKKGSAFDRVVMAECPGSISALHYFENK
IITGAERFAQIWDCDTGVMEKKFLTHSIAEIRLCADFFITASYDCTVAFWDRESGVQLKKFLGHVSAVFSLDYNLDAHLL
LSGSADGSVKLWSIDTENLLQTLNPRLQLWVTQVTL                                            
>Ctel_225676                                                                    
MSVNPEHLSNHAVATSRNDTPKGNMSFPDRNTSDAVNIKSNLSDNSLTSGHNKDSHGRMHSTGKVKLIDPRTSDKSEPAK
EINVVLEEFRAEWKQEITKQPLSGPAAAKDSPRHDDDKSIKIEAHSSKELSRNHFTSQVEESRRRRNEIPAFIITEELLK
KGSGPKSFEELEAIAGNQSTASCSTSREEYFLQKKRIKLSTEAPMPVESESILDLFLSDLAEVEDIPFFDIDLPRELAMK
IFQYLDARDLCRCCQVSRAWKSLAEDDFLWSEICHRFGWEQNSSTIDHQEWKEVVREHVTRENDTQYNWKMRYGAFQQLE
YVQGGVLSAVNSTGNSVVAGFSNGEVHFWDVEEGEERTFSPSSQALTLMDSDGSIPNYVFSVAVSPHFTAGYFSSGTLDI
WKNDGRKSVHHTIPNAAHLWENKRVAAAQNSDIFVYSYGSTVKKISINESDVSSREVIFEGQVADFKSVPSNPDFLAITS
RDTAAVHNWRQGSYRVMHNSIMQTITAMDANQKSLALGINTQFGASKVRIYDLCTGREEGDFKGLCSSVDVINMEFSPTQ
SFVVGSNCRASVFDTRSPDPVVTLGSIESRVHCVQMDEWKVVAGSTNGLVGVWDLRTNSRLWEAHNRHSVRYLHFWNQYL
LTANLRPHQDLVDLENAFDGVAHRRDRGCINIYDFSQKVMREGLPDICHSEFNDPEAFNYNIRLAVPYDNI*        
>Ctel_96061                                                                     
FIFQMKRKCNENDQETKGLSPGKKPCRLGGNTPSDSDEPADPTPPSPCPSPVIPVASLRKQRIRTMNPPAEMAGWLKTFQ
TWSHSDKLMALDEIVESCDATQIRHVMRVIEPQFQRDFISLLPRELALYVLSFLEPRDLLHAAQTCQYWRILAEDNLLWR
EKCREESIDEALVFGPKGKRKVSATKSPWKSLFMRQMQIEQNWRCNPLRPSKVLRGHDDHVITCLEFSGNRIVSGSDDNT
LKVWSAITGRCLRTLVGHMGGVWSSQMSDNIIVSGSTDRTLKVWNADTGQCLHTLYGHNSTVRCMHLFNNTVISGSRDAT
LRMWNITSGECEHVFMGHVAAVRCVQYDGKRVVSGAYDYMVKVWDPDTETCIHTLQGHTNRVYSLQFDGTHIVSGSLDTS
IRVWDVETGNCLHTLIGHQSLTSGMELKDNILVSGNADSTVKVWDITTGQCLQTLQGPNKHQSAVTCLQFNRRFVITSSD
DGTVKIWDLRTGEFLRNLVSLRSGGSGGVVWRLRYNNTKLVCAVGSRNGTEETKVLVFDFDVEDATITS*          
>Ctel_209479                                                                    
MVGGDRSALRRGRKSGGPPCFLDLPDDAIFAILTYCDPATLGQLSLVCRRLNNLAAQDCVWLPYRRKLFGPVNIRKTFKP
PSVKAQCEVAVNWKAGSPREVCLISYATKQIPWIQLYDDNLWVSEEQEIRCHPASAKGIRAQSCKSLKPGGQDISRFMCK
DGRLVAATRCACISMFDLSTGDRVQHLQHCHQSDIHCIDFHGDVIVSGSRDSTVKMWRQSASSANDVLLKTVHIGSRIWS
LCISPDARFLITGTAGWNDVAPLHLWDMNTGQFLGNLGENYQEGAGVLDVHFKDEHLAFTCGYDTYTRLWDLRQPLNKHV
GKWEEPFDYTVYCVRSDQERSFVTGLSHHGLTRLWDIRHSQPLQMLYSSCKQSSPVYSLAFESSRMYVALDKAVLLFDFN
RLPKSKQRRRRR*                                                                   
>Ctel_148311                                                                    
MSSGDGRMETSSSPIDLDISRDKRALSAAMVVSRNPRKASEPSPEFPEQQEMCMKHFDSWTDEEQVQFVEYLISRMCHHQ
HGQVNTYLKPMLQRDFISALPAKGLDHIAENILSYLDAESLKSAEQVCREWYRVISDGMLWKKLIERMVITDNLWKGLAE
RRGWGQYLFRPKPGEQPKDNKFYRNLYPQIISDIDRIENNWRTGRHELKRIHCRSETSKGVYCLQYDDNRIVSGLRDNTI
KIWDRNSLDCVQVLTGHTGSVLCLQYDENIIISGSSDSTVRVWSLKTGEMLNTLIHHCEAVLHFRFADGMMVTCSKDRSI
AVWDVQSPTDINLRRVLVGHRAAVNVVDFDQKYIVSASGDRTIKVWSTSTCEFVRTLNGHKRGIACLQYHDRLVVSGSSD
NTIRLWDIECGACLRVLEGHEELVRCIRFDNKRIVSGAYDGKIKVWDLAAALDPRAPAGTLCLRTLVEHSGRVFRLQFDE
FQIVSSSHDDTILLWDFLNVSAPVSENMRSPSRTYTYVSK*                                       
>Ctel_207606                                                                    
MAPYVPEEVDVFSVPHSRMKALVDEYSQMLRTTNFSNDVDHQLLLESLYRTFVEFKTHEQIENRFIMRRLKAKLKRLSIQ
DSAVCNCHKDNVLLDMLGFIKDGFQKKTEQDRINYGRRLKELLESFTHSFLPHMKEEEEVFQPLLLQHFSYEELCELKQN
VINQHIMRKRSPEHGSDKLEKWVSEDSREDSASDVEEEVKPDASFCNLPPEISLKIFGYLGPQDLCRAAQVSREWNSFCL
EPCLWSRILPVQWAHGQCGH*                                                           
>Ctel_138913                                                                    
MQSFLHPVHKRKSEEICDTDAKFSCSVESEEDAYKSDFHICDLPDSILLKIFRYLSHKELLLSVALVCQNFNALTKDPHL
WRYINLQGLLKVTDKTLVHVTTISNNVLSVNLTDSKFITDEGVIQMTSKCRHLQRLKLVRCLEISTAGMAAIAQNCRFLQ
FLNLDCCTRLTDEALSQIGNGCSMLQTLYLDQCLNISDKGVENVAKGCHKIKALSIGQLPQLTDHSLDAISEHCPEMEQF
NCMSSGFSGQGLGMYIGRWKKLHFLEVSDMKVVNDCVVKAIVSKSPAITDLNLSLCRNVTDVGVESIVRYLPHLKRCYMA
ACQITDAGLKLFAENCKKLISVDFGWCVAVTDEGAQAVCDSLPVLRHAGLVRCDKMTLKKSLELCENFPRIHVSNLWLDL
QRLMQAYQNKDKASRNKELCSECHQQMGMVDVSAFTEYLAAEERGEKIEAS*                            
>Ctel_180630                                                                    
MESEVKIYQQWAKDVGDYSSQYGSEASMSYTASNITGPSSIYPICGDFAQAAVLRTYGTWWESAPSARKQIKRTPRNFTS
KDFIELWFEREVFPTKVEIFETYNPGAVVRILACDNQSKNFNGNGASEKKQLNVRWFVLWEGFPEAVDGSRCFSPNLIRC
PFSTDILRIEFNSSLCGYYTGLDAVRLKEQIESITETLTKLHLQDINGLSAALDISDNGYFDLLPGEVIQEILSFLDLPS



LCRLATVSHLLYKHCCDPLQFKELNLQPYWTRVNDYMLTHLSCRCRHLQKLDLSWCGAFRSITAEGFTRLVLTCNIHLKN
LRLANCSFVNNDVIKAICKSCPNIIELDLQGCSNVDNFGYAHVSHLRLLRSINLYRSIIDIHALIAIIRSCNQLEILNLG
SCSNVNDFDAVVGELAAHCKLVCLDLWRARSLSSGLKILSQNCRRLEEIDLGWCSNLQSNSGCFLELFQNCRQLKKVFIT
ANRTVCDQDLEALAACCPLLEQLDILGNSEVGVHTIERVMQCCPKLKLLDVSFCAEIGALVVE                 
>Ctel_92227                                                                     
MWQSRPQPSSHHSADLSDHVNVLPLELWRVVFLYLPLRELCRCAQVCREWCHLVSSLDSTVWKRLFLQNTEWKHPLWPQA
DSGEETLKSWNQLYREHFYASRAWLRIKDVPNATSCISIFPRKRDRKTIRIGARYRHESLRSALSVAGEYDRIVISPGFY
DEQFEMFSKIPFELVGEGSAENVVLVMSIEQNAVTGRLCNLTLKAPWFTSHVIKVKHGHLQMDNCIIEEGVVAVEHPATC
HFRYCRFRKAQMMLSHLSLSIVENCEFIGLDAAAISVEGYPKESKNWAHEHMHMTIDTWGLCKNISKQDELFAYQVPFQD
SHSLSTLKLQSLSLSEGVKHGDEDSIGGAASIAGSQTSVADTGHTFDASSFSSDFTEPDVSKRHHGSSSSSAASGFSAIH
RGLLSSLWQDENESVENILRFNFEASLETDDALRESLLSVKGCVIRHCRMKDCHGGLAVSQQGQARLEKCELLDLLYGVR
CVQNAKVAVLGNSIHHCVTSGIFFRSAAHGLIAGNDIFCTNEAGIDIRKSADPLVQCNCLHHSKRSGIVVLGSGCGTIKC
NDIYQNREAGIYILFRGNPYVSGNRIVHGGAAGIAINEEGRGCIVDNIIKGNRWGGIDIRKGSDPLIAHNYVCNGLADGI
VIGQNGRGRVEGNTIKGNVGCGVWVMGGQPLIQLNQIYNNNDTGVSFIQTRDEDLSMDGGESDSIASASPVDFEGDTSDS
GGGADNNQSDDGNEHLHPRLKYNTIYHNNGFGVLTQCGEQILLQGNAVHSNHDTGVFVKQIPPVSIISNSITCNACAGLH
ISADSKATLEGNGIYDNKGHGVLIQGEVTVQSNDIFSNQLCAVNAEGLAECKILNNRIHSLDNFALKFDPKVKMSVKENT
FFQGEGHLCNEAKVEGVELSQTPLPKKAKRFDWHLENPTARPHIEAPPTVVPHMPARSVTMVTRVTVPSVPGCQQFSQIC
VIL*                                                                            
>Ctel_219279                                                                    
MATPEDTPPPEPTAEESSEPMETDTADAPKDVSEADVSPEKEQPATEKEKEVPPAEGEIEEEPAEPLSQEPKHDEIDTLV
NSPSNSESPGLKRKPVRARRDSAKRLRGEDECKEEWLLPFEMGWTREVVFRGTSVNTKPKNCDVYYRPPMGAKCRSMVDV
EKFLSLNNIKKPTIHNFTFNHRPIYKEPYEVVRSAKQSWGRNVSRTPTGETKKADRSLNSSLSDYTPKGSPASPSKVPTK
KVLGKRIRKPKEPFDSSPPRQALQKVLIKTVDPQAKKKKPKKQVFSVVSKLPSNPPLAKTKKLCNLTCPGRESLPPSLPC
DVCMCMFHPECVGSSGTETYVCLGCQKPEEKETIAPLKLIVSSSSMPTLTSIIRAPRPPPLKAAPPRPTPPSMVQPQPVT
LSGSPLMIRPTATVVPVLAPVAPAPVAPAPTVVSTHSELAARLVPPPVIIPEPQSESPPPNGQLLSLPASVAHKLDMTKS
LALKVNNQRYFVPPSCFFASPEGIKVFLPAGSLPQTVAKTPANPLDCTILRNKKNQTLTQVVKLKPFEEDKCVIGKKLLD
IPCNGDKTGTRFPARELEINPGLCFMSSLHAGSYVMRKIFTSLSLADLLSARSVCKLWRNILDDQRMWRSVALRGETVTD
WQKAADFFYDHDVHNLDLRGCRSDDPSKTWLQFSSALPKLRHLRRVNLGGCPSHVIHSTIEKCRALEAFAAEVVIRSEQD
VPCETDLDVEKLSSMVYLEELSLQSSSSLLLPPEADLNSLQSLTCLRKLTLTTLRKTPSQQFLFLGSLVNLESLKIGDCT
MWDSDVHFQLGKLEKLKSLRLEGGGNNSDIGLTDALKKLTKLENLELIRFYVDLSLAELLPTLTHLKTLFITPDGPMMAE
VNNHTVRGASGMSFLQQLDWGIMPDRNFPSEEIPFLQRFDDETPVKVSDADSTSILIDINELVDFLCDRLAETRIRVFRV
PRFDVGV*                                                                        
>Ctel_169474                                                                    
MDNSKGAPEADVTDLYCDFLDDFPSEILFHICSFLDAKTIWRTLSRVSQGLHDLLSSDRFWKIRISKRWPQKYPAIPVNQ
REFDWKSACEAREEQSRLWGSDAEAMENVIYREGIFAPVDSVHLMKGNDMLAAGSRDRYINVIRLSDLKADDPSSEKNCS
LLSSDKTHKGWIWCMKSIDNTLVTGSWDSSVAMTDMGAGGAVMRRVKCKSAVLCLHCDHDVSFMGTYNKSVIQFDPRTAE
TISNKSYHSGPVLSMIGSENYLITGSEDSTIVIFDRRADEVLHKYKLPASYPVAMGIDREELWVGDHEGNLHLFDVSDGH
IEYVQDYPELHGKSITGVVHSTGALITSSTDGSIQVRHPSLQANLITTLTPHVNEITRIDFQDNVLAAGCAQGLVSIWRP
NQRSN*                                                                          
>Ctel_130358                                                                    
MASLLPKSGNLFNCAEVAPAPSKDYCQVLVTKDQVIFRRWPVTLRKSDKVTPGETKDTYDDFEHDDRLQSEIRRVFGTHT
LEYIRLLVKGHVDYLPRLKKDLILRIVQFLELEDIGSMAQVSRQFRELCEGDDLWQRVYSENSEMPISEELQSLAEAVGW
KKLFFTNKLQLQVLFQMLSSV*                                                          
>Ctel_81787                                                                     
LVKGHVDYLPRLKKDLILRIVQCLELEDIGSMAQVSRQFRELCEGDDLWQRVYSENSEMPISEELQSLAEAVGWKKLFF 
>Ctel_195238                                                                    
MLDFAVYLPREIMEKVLSYFSARELSQIALCNKLWRDLSNTDALWLHQCMIRGWLKYGVHEIVNCCDFDKKRIVSGSSDG
TAKVWSSLSGRCTATLFGHSAEVYCIAYTGQYIATGSSDSSVKVWNLQVKARYNDTHYTDKFTYRQLFGRNRSATMLKA*
>Lgig_83266                                                                     
ENFPDWLQQTCCTFMKLSNEDRNEVFDSLINVSGAEQLTHLADILPLLIYRDFLVLLPTELRYHVLKYLDGYNLLKCSCV
SSKWNDIINNASMVWWERVQQVGAVSIVYCHKDTNKYIKLYKQITQLFQHCACKKCFDYRNLAGHQSRVMAIQYKNGKIA
SGSDDHTVKIWDAHTGTLLNTVHTHTVCDLWFDEKHVYTSSFDCTNACWEISSGAMQHQLVGHTSAIFSIDVADNHSLVL
TGSSDKSVKLWSLAELQPVLVTTLQHYHREWVTKVKFLEVNHEFNYEENVTFASVDKYQCFIWRQQRAGEISKLHTLHSK
PGSQFTNFIHHTSDGFALCTWSDTELNSYLDMYTFTDKILTLTRHINLSNIPQRLVRAQLLGVGLKFAVFTGSADIDTLY
IYNLLLEKCVCKIPIPQCRSTRNGSSLTLGNKEWLDGLDGSIPTGTLFAGCPQNDDICFVVNWK                
>Lgig_84554                                                                     
MASFKTLPDNIILEIMSYLPVKDLSYICSVNRRWRRIVRDDSLWRHIDLSPYHLDLTRMWKVIRAHFSETLLTIKLKGFV
KWGGPKYKKHTISNAMLDDLAKRCPNIKSILLYECNTDNLECTKLPITLKTLIIQDSIWRPGWFRTGNEVKPHPNLKHLD
LSGCSRIDNQDINDFIVWEDLEVLVLNRCYRVSEEGIVTIATHFPKLKQLELSGTMLGELAIHQISRNKSQLEHLNIS  
>Lgig_92511                                                                     
HFSEDLLLSIFTSLSISDIVNVSLTCKQWWRVSQDDLLWKDFFLRDFQLKKGTCIAGGKTKWKDEYKRLKYHTPCIESQE
LKYHKDQVLHVCFSNNGELFATSSKDGTCKVWTSSHPCQLVFEYDMKKFHWKYTQFSQFNKSDTLLLVSGVHFGEGSTSG



EIAVFSIVDNFELQSRMINKPYDIFGTWYNDTHLLSGSLYWTGQLNSCSALWLNMASQAIETENESVVMRLFKFHNENAS
SIRTIMIANCYSDYQRFFRISHNGSVERTFENKGGDDGSTACASGSSTSQISESCLKHLELDDLNNDLSLDDPVTTATLS
CDNFNVEDAILSDSDQYLCDKLLIFTLGSAAYTPHQIGLKRIKCLELENTNSKRDNRGNILPNVANNTQGRDRTYDKVDK
ILEMDGHIIGMSLSPDNRFLYVNCRPWPKNYKIDNPLQPPPLAQEIDIHVIDLYLMQEVGTMLKSHKAYTANDECFFIFL
NVSEEYVASGAEDKHGYMWDRHYGMCLQKFQHNDVVNSVAFNPINSEMLVTVSDDYSIKVWRSK                
>Lgig_108005                                                                    
MLVHSLILSIYTLFIFFYFSVLKSLGQLQKSPENAFIPVHCQLRPRTRSSVTLWHLPEEICLHLLKHLHIKDLLNMKLVH
SYFNDLISNNNSLWSCVQFHNCWPSLGNLHHFQHAADSGNVEALVKLGVAYLYNEGLPVEFDEENIAVNGTKAAKYFSQI
EKMNNNKIEPFTWLFIRPPWSISGACCKERVFNLIFNLCFFQNADKQLGLCVAKTLQLIEQDDKQSDSIHYLQQSSQLGS
GSAAYLLWQHKYSGKVFDTASELNSIRELRDISSMGCLDATLTLCDFYSHGKYGGIAQSRAASFMRETFQSSTPTGTHKI
FRGSNNLSQAMRYILVDWLVEVAGMKNFSNQTLHTAVSVVDRFLSVQNVHRAKLQLLGVAAMVVCSRFLGKDVITIREAA
WLTDNTYKYEDVVRMMGEITASLRGNIKLATSLDYVQIVNVLANMNEKASCLAEYICELCVLQSEMGQYSPTEIACSSVL
LARLLLKTETAWPSHIEEFTGFPLEDLSRCAFHIHEKCFLEGSVIDHREITLQAVKQKYSDEKFHNVSSIDIMNYEELCN
MLGVTDFYLNGFDLKLRFRNYDELIVSPCRGKSKGRR*                                          
>Lgig_108017                                                                    
MQHLDFTTVLPKILSVYIFSFLDPKSLSRASQVCWHWKFLSEQDDIWREKCMKYGWYIPYTPADNEYGAWKMHYIACVQT
LDYVTGKGVRYFKLFVIDR*                                                            
>Lgig_116426                                                                    
MQVNVLDLPEELVEYILGLISPYQDLKNASLVCKQWNRLVKGVTSKIIRSFNLATQTGKIKWTAIKVDAGQTISKRYSHC
ACYFDKSLYVCSGCTVTNTTFNDIWRFDLTTRQWVRPLAVGAYPSPKGCASMVVYKDNLVLYGGWSHPTPYPLHQTSKFF
SELDMFNPETNRWTHVCCMSPTPPPMAGHSASIIGDYMVVFGGSMAPGVGSNDVYIFDFIECVWRKEVTIGAKPSPRYGQ
SQVTLDNNHILILGGCGGANQILSDVWLLILNEDQAKWQEIKLENTEYAAPQLWCHPACMVDKCMVVISKSAKPSTPPSP
KPLPHRPVVPPRPHYYNPLLHEPAPSHPPRFQEPDDSSSDDSASEDVNLNVSNDGFVHPREVSSLGTASVRGGLPSVKPN
AMSNRQKQLDTLRKYEERFRASTTKPSPKLEAQETPRETRVSPMFLHVLDIQNVISSVTATWKPYHEVVTTDTPEETVFF
SLVQGRGELIMFGGIEKDISSMQRGKTIESLSVSNTVHIVSASDFKLG*                               
>Lgig_116755                                                                    
MAPTWPEEVDVFSVPHSRMKELVQGYLDQMTATNFSNVIHLTTLLENLCNAFQEFKIHEQIENKYILCRLRQKLRSLSIR
NSAVCNCHSDNRLSEMLELVKDGFQWMWRPQAERLHYGFKLRRALEEFTGSFIPHMEEEEAIFQPMLIEYFSYDELKAIK
AEVIKQHLRKASDNYQEEKFVEDTRSRKFLSTYLLGFCEVSSEEEESADSKPSLDILPDEILLNILSYCTPIDLTRCSQV
SQRLNTLSLDGSLWTQLYPVHWAQGRWSNRKEVEESDMETSADVFETYIVIDEDADVDETPGSELSSGGDDTIQQVKKEV
KVLLAIVKYLLPRVGHFIKKCSLAYSRGLSNGIVKKILKFCPNLEYLNLKQTRVTDAAFKVLGEGKYGSKLRYLDLTGCK
NITDFTLQKLAEALQYSSPSASNVSSVIPKDSKDFTQMQIDPICDIEDFERTRKSASATNTDSRPNSRQSKRGICNQLKG
DNSPHQTEICYDLIVSDTEMKTEKSLTVQSSDSVDKVETSSSTTRPGLEYLNLSGCQNITTDGIRYLVELGSLPNLRYLN
LSGCMDVSGEKIYELVSICPVLDHSQLYYCDNLTDDPFPETASGCCNVDCGSRFCCRN*                     
>Lgig_116838                                                                    
MLDKEKESQHVQEKYVVRPAPLQAPPAHVELQNGQKHILNRLLWMQIFAYLNESDLSMCMAVCKTWNWWCLDRKLWTTID
LSRKRLKQVHLIGIVKRQPANLILVSSVISQKQLVWLVARLPRLQKLDLTYCSWATVCGLCSSSCPLLRTLLLKWAVGIR
ENCFRDLVLPPVDGRPGVLDVSRLSHLRNLDLSGCEITDQSLELIVQHMTFLEKLGLSYCMRLTDAGIETLFGGSNPLTS
TIKELDLSGCNQLTDISVAFTFKSCSSLMSLTFKSCPKINRLSIQKFVDTFSPKKLIMNSTEMKIIVKT*          
>Lgig_122523                                                                    
MSLISTKTGSSLRIAPDQGTSLPIEIWQIILRHLKARDLCHICCVCQQWRDVMLYVDSTRWKELYSLCTDWKHPNWPLDT
TIEPSSWKDAYRDQYLANRFWQNGSKDFQYMTCLTVLKRTKMKRVINVGPGEEHESLRSALNVANDYDQICVHPGIYDEQ
FEMSSKIPFEIIGCGELGSVILVVCIEQIATTGRLNNLVLRAPWFTSFILKIRSGFIQIDNCILEDGMLYIQNPGSCHVR
FSSFRHASIILQHVNASIIENCEFCQSDTADIIVEGHVKEEKNWTFSYLQRLTERFVDAIIETNSESIEMSQTYESDDKV
SNISDIMEDNRDSCHVMNGMIEKMSSVGDWVKSNPIDYRHGGSAEDESSQESISDVLQDLDSITDPGMPNISYLNNKLSD
VKPLKFDLRKNSAPFGLLQQIKGCLIHHCRMTYSKGGVMVSLQGEAIILECDISNVSYGIRCIQNAQVTILKNKIHHCRT
SGIFMRLASQGLIAGNDIYCNLEAGIDVRKNADPVIQYNKIHNGKRSGIVVLGSGRGHIQFNDIYENKEAGIYVLYGGNP
LISGNNIYNGQAAGIAVNEGGKGLITENNITCNQWGGIDIRHDANPIIQDNLISNGSGDGIVIGERGIGCLQNNVISGNA
GCGIWIMNGNKPYLNGNQISCNGDCGIMLVDKSVSIQSNYTKYMITNMSF*                             
>Lgig_123420                                                                    
MEDGFQLDYLPDDILYHILSFLDVKSLCTICRVSKLLKYFATKDCVWMPLLKNQRVQMRYKTPVHYDTTESKDIKLASNG
KRGIFMNPVCIFFHCRLMPWLQRDDQSNIWLSVKNKIRCYHLDKHGNPRESKGRQLSGFRDDVSKFVITDGLLVGGCRDG
SLGCWNSDTSDLLFKYSNLHTSDTHCIDYCNNIVVSGSRDKTVKVENLLRKTIYMGDRVWSLKISPCGESLATGTAGNRG
LPALTTWDLSTGEMLSTLDPDHQKGAGILNMKYEDRNTLLTCGYDTRLRMWDLRTDIVASWVEPFDSTVFSFETDNNVSM
VTGTALYGMCRLWDKRTTKPIQKYYIDHSRSPVYSLTFDPGRLYAALDLGLYKLDFT*                      
>Lgig_123653                                                                    
ITIEKIPEKLVLNAFSFLKHRELGKVAQVCRKWRLLAYDSRLWKSVSLRPEYSGLHVNNVETLLALINLRFGPTLHYIEL
PCDLITAPIMQELSNKSPNLRYMVLDFSNAMQLHDFNDMNAFPCNLRSLCICLSEVIFLEGFMRRIYSCLSSLEVLHLIG
TFEMSTESEEDVYEVINISKIKAHTPNLKIVNFYGISFLDDSHIELLTSNCIHLECLALNFCLRIKGASFKTLIQRCKKL
KTLLLQHCGLEDQMMTAVAWETSQITELDLTSTELSTDCLDSVLSRMPGFTYLGLGHCEFFTDKVLEKLMEKGKLVRLQA
IDISHTHALSENTLYHFVHNHGYNLRGLMLAGKSKLTENFWLMVIRYLKNIKVCVLGTANGWFLKMQSRVHVDQIVEAFA
QQCPRMERLEIQWDPDTIRYSDKSSKFIDHLRLRCPHLRSFTLSDGEYYEMVKSNFERADRVKVVRTTTNYTTSIVCLLN



NYKDLLFN*                                                                       
>Lgig_124502                                                                    
GLVDSLPPEVLLVVFKHLDDISLYTAGNVCTRWRQILDGETSEKEWKHFIQLRWPLFLPQNPVKCWKTIYTNLLNSSPCR
YCLESMMLQSTPPIEENSWRHRRLRSELRTLKTDPPEGIQATPLDRHCCHWQASITGPHGSPYEGGIFLLYLQIPQSYPM
RPPKVRFITKIFHPNISRHGDVGLDSIHHNWSLALTISKVLISIQSLLTDPFVSVCMEPTIGRLYLSNTLEFDRIARRWT
WKYAMHDFMMPCFVDLEGV*                                                            
>Lgig_126606                                                                    
MCETIIEHFPDSILLHIFSFLNGPDLCSSAQVCKRWRNVAYDDSLYRNLLKSLYKIDVKNGLANDKESWRSEYKRLFYHC
PTVWSEELLEHTDEVLHVSFSHNGLFFSTTSKDCSVKVWEVGYPTKMKYDYQFGKDFLWDFTQFSCFNGDDTKLLVSSVR
SSVVDRRGYVAILSLEKNFELLKIVNMDPSQLFGAWLNSETFLGGSLHINLENQGALVNNNDKYEPVEDDVTGQVLFTFS
NETASLIKCLMVFKNHTSHCMSCASNSEPMRKNPSEEDSNCYLASNGHDDICKCCGKLSSDSKKDNSVSSAEGHSFKSNC
DTRLLYVTGNFSVALHQIGVNTIPSDLSHHSATEDLNSDDIGHMVMHLGKNEIEIQPNRKPDSWDQMIDLNGHVTGLCLS
DNKRYLYVNCRPWVGKVDREDPWSTPLLSEDIEVRVIDLHTLTDTGIRYTGHKGLSPSTMCCFVFLHTSHDYVASGSEDS
QGYLWDKHYRCLLSTFQHGEGVVNAVAFNPRDQEYLVTVSDDHSIQIWRSKYKMSKLPKLTE*                 
>Lgig_131114                                                                    
IFQYLSLHDLLCRAARVCRYWYTAVFDPALWRYVNLSEQSQLSDEILVKLTHISDNILGIDLSTHRGSLHMFIFCYFVFV
FFRCFDMPGEAFESIGLYCHHLVYLDLDICSNITNEAIINIGKGCSQLKVLYVGQCSLIKNTGIVEVARGCPSLQQLRIE
QCDKITDQAIIELTKYCPDMDYLHMLSCSLTDSSICQIIKLPKLKLLDISNVTQLSPKVLTKVVEHCNSLETLNVSLNRA
VGDECIKTIVTACQKLRVLSCVACRLTDKALEYVADYGKCVEHLDVAWCVDITNYGVKYISDNNPKLKYLGLMQCKKITF
DTIDELIEAHPDIHYSNFVTESRRILKKACLTVDNQFQTLNVGLLC*                                 
>Lgig_131450                                                                    
MKNWLNDHGAIVDYTDTAPSPCKDFYHLFITPELVIYRLWKIVPPTRSDSSNPPSEVRDSLEDFQYDERLHSEIQRVGGA
NTLDYITNICQGKIDYLPRLKENILLKILLMLDLEDLARLGQVSKQFRTLCNSDVLWQKIYIMNSESGVTPDVESLAASI
GWKKLFYTNKLQLQVQLRRQRAHE*                                                       
>Lgig_132773                                                                    
MKKRNKRLSSRKIKKTDSEEHSKQNKGKKKAEEISRKSPGSTHSVNSAISGGCGLHLPEEILLKIFKEIVRQQGALPFLV
RASKVCSLWKEVASDPTLWRKVDLSFGWIRSTDNTLKKLCEHKLKQCKDVNLSYWNNLNTASVKTLTDSCHHLSAVNLSY
CKKINTESIITLAENCYQLNSLDLSFTPNDAVSLQSLKVLLPKHGPHLKQLNIGGNGFKAFTAMFNLILCNCLNLELLDI
SNCVFSTDIVLINVKKFQDACPNIQVLRFANSRIDGNPLTSGNRQANLGSFPKLEQLSVAYNRPDTQPKACLSLDFVTRV
INKCENVKLLDIRGNDNVDCYDLCDLNLYRLQALHASNTGVKTDGSQLYRLTGLFHMIRHSLIELDLSWSPLQEDDIFLA
LKALTENIKHSWLKTVNLAGTNITQQGVKDLLNKCNEITNINLTSCRGMTRGFKREFKNLKDVEALRLSLNSAEISSEDD
SD*                                                                             
>Lgig_134271                                                                    
MDLPDEIIQLIISYLPETQTIKTIRLVSKRFKTLVNENHFWRLKCINLGLPLAEMAEGKDCIALYLTAKHGGNLLLNPNA
AEKFSHWTIELDGGDRFIIEDTPVGAKPFPTDLLKNRPVKTWVTSFATSSKYQFVDIHKNFEAYFYNKTKPKVCISEWYT
SRFDCGCKYVITVELLNKSKEILDTFQLIDKLPPGHEWKQVKHTFQKHYPTLQYIKYTHNGSDLNFWAGHYGAKFTGSSI
RLVFS*                                                                          
>Lgig_137331                                                                    
QTMKRWFSDFNDEQKNLLLKSLLDGCELPQIHLLSVKMEEKFHHGCPLNCQDIITWLPSNIALKIMSYLDPASLCKASQV
CRVWRQHADEPIFWRRFCCQQKWRLSKAAEHKQVICHMSSEGSIQWKKVFAERYRLRSNWLRGRCTVRTFEGHSQGISCV
QFDDSRIVSGSSDKTIKVWNIRTNAPWSVQTLVGHSGTVRCLHLDGNRLVSGSTDKTIKVWDLSTQDNWSSIACKVTMIG
HTDTVRCLQVDDDKVISGSYDMTLKVWDLRTGQSRMTLRGHQAAVLCVHFSETKIVSGSCDKTIKVWNYSGSCLMTLAGH
QDAVTCLQFDMTRIVSGSLDYNLKFWDVHSGECVNTIDWKAAEGHTGVVRCLQADGWRLVSAADDKTIKVWNLETCQRLI
TLRNHTDGVTCLQFNDFIIVSGSYDKTVKLWDFSSC*                                           
>Lgig_139698                                                                    
MDSPSWKNLPDIALIEVYSYLSDADRGNMALTCRNWSDIFKSPRLWRSRYFELGGYKAAHHGQMAIKFTEKYGPYIRYLT
LSCSHPSTHTCKIIQKTMENFLINIETAKIIEFELGRLELERFWKYDNVREKLVDSFVRFFQHQKNMKMFDMSVAQCPLT
MGCKLLEALVASSGDTLTDLCLEDFFHSRLAVFQVKRFRCLIAGFTNLSFLSLNYNCISETIIEILTTSLSGKLRNFSLK
VYRSDPHFHHIPTPVWRRFHQSCPCLEVDMWFESIGSASETVPILVPDIPLKDIHIWTGYDDDSEWNLHRTLMHIGNNFK
QTLRNVSLELDNNHEILDEAIKNLISKCKKLKDLTINAFVTVEIITQICELQEENKISKYIGNPSSSDGMVNH*      
>Lgig_141409                                                                    
MASQIPGNHLGQAGSSTENSTNNEDSESKCWRPETLESKTKLVDNGSSETSGNKLVTDLASLNISQNTALHKIGEQPSEN
SLTHSIHKQTTDIYISDLPECVLLRIFHFVDIRTLILVIRKTCRFWHYLSYDRPKLEELDLTGADKLTYSGFETLKKDVH
SLTHLSIAYTMIDDKGLKVIAENSPKLKLLNIKSCVNISDVGIGYVASHCKELESLLVNKTDPEEKGCSMSSFGLETLAL
GCCKLKTLCISYCHLIDDKCIIAVASNCLGLTELRLAGCVSITDASLMALGEHSRYLKDLESHNSIDVTKNTLIRLQNHS
HLQSLHLSFCTRITNDTIIEIAKHCPDLQELSLRGCNLITDIAIASLVNSCAFLRILDLSGESCFFAMKISNVSLSAIAN
DCKYIERLMVSKNKLINLSGLEVLFSRCKSLESLELTVGEPMYTSFSGVMSLVNNIKNRIVKIANHTQIIANKQSGTLHI
EFYPNAESNILNKTGGDDDLCMSSSSLTE*                                                  
>Lgig_152090                                                                    
MGRFLSSDECCHLYALSYCRTQKKRNSMDTTRLKTAARRESSGYTRESSSKNRYDEITIYDLPDSLLLYIFSFLEPANVL
TVISTCKWFYEIGNDECLWRNLTFREWGPECTKAPFVNTWLEEYKHLHCHAPVMLSEELCEHSDEIFHISFSHNGKLFTT
TGKDGSVKVWEIGCPTKLKYTYNLTQDAGWNYTRYSAFNKDDTNLLVSGLRFHCGWVAWFSLVDGFTLTWTDVMTPQGMR



GAWLSNHRLLYGLQSETEEAVDLCVEWEGANGSHTEDGEPQHIQEISFDVTIRIQFLNVVRRKHMMASDSLFNSVNNDYH
NTNDSQNRNQMNNDYYLSKQENGYTLVFATGYCDALNQIGIKYISKSKLRSVIRQGNNDSNNRRQGEVIRGRPSIKRKQN
AHCDYLIDLHGQILGMRVSMNSRYLVVNMRRWIEEPDGSDPYERPELSKNMEIRLVDLFSLKVDQMVYTGHKAVSDTDSF
CFCFGDANKDFVVCGSESYQAFIWDRHSGVLLSTLDHLMAGVSAAAINPVDQEFVVSVGDDQVVRVWRSRVKQKQYLKQC
ATLDIDAGDMEYNKPSDQDYSTRL*                                                       
>Lgig_152866                                                                    
MPRDHYTKLPRGIAFVTFSTREEAEEVLQASDERLILGGRLLRVNKAEQSKRVGTRRYEANNGNNENNNSPDKKNEVKDR
DDEADTVDLPDEVWEKTFSFLLLRDRVRIERVCSRWRNAALRLWKRQRSLDFYHTFRRFESLTDRTLNFLLKRCGPSLRS
LDISASPRLLTDYSMQIINKYCCGLRKLDLSGVDVTNISLRDLTVDIHTLEVCDLTVDIYTLEVCDLTVIIHTLEVCDLT
VIIHTLEVCDLTVDIYTLEVCDLTVIIHTLEVCDLTVDIHTLEVCDLTVIIHTLEVWDLTVDIYTLEVCDLTVDIYTLEV
CDLIVIIHTLEVCDLTVDIHTLEVWDLTVDIYTLEVCDLIVIIHTLEVCDLTVDIHTLEVWDLTVDIYTLEVCDSTVIIH
TLEVCDLTVDIHTLEVCDLTVDIYKLEICDLTVIIHSLEVCDLTVDIYTLEVCDLTVDIYTLEVCDLTVDIHTLEVCDLT
VDIYTLEVCAVTVIIHSLEVCDLTVDIYTLEVCDLTVDIHTLEVCDLTVDIYTLEVCDLTVIIHTLEVCDLTVIIHTLEV
CDLTVDIHTLEVCDLTVIIHTLEVCDLTVDYSYTREVCDLTVDIHTLEVCDLTVDYSYTREVCDLTVDIYTLEVCDLTVD
IHTLEVCDLTVDIYTLEWVRLQRCTYLGEKGFWWLFHSNRELQHIDIKGNIKLTGQCFHMLDSKVKTLVLSECKKVGDVG
IEKIKERCPLIEELHITDCASLTGHAINTITQGFRNLRILHCGGSLHNVAETTWCQLQDLKSLEELNLSQNCCITNEALI
AISSGCCKLKNLDVSGCHRCLTDEGVQCLSLLENLEILNISYLHQITDVCLSQISTTGKLKQLKIKACSGITDSGIEEIV
FNCPSLELVDMSGCLNISNKLIYRVIALRQDQSHLLLQLNIGGTSVVSDDLVDIPSTILVDSHDYSSYYLRPDKDLLLPD
PYEEEDVDLKEDTPWFGKPSSTVMMAAGFEENAWQEDDNDYDGHFDDITDEFLENDDCLAAEIWDMS*            
>Lgig_153167                                                                    
MVQPKEWLDTFKNWSNAERLMALDQMINECEPTQVRHMMQAIEPQFQRDFISLLPKELALHVLSFLDPKDLLQAAQTCRY
WHILTEDNLLWREKCREESIDKLTSSKRKSGSLCSQWKKLYLRQYQIEQNWRSGANKPNKVLKGHDDHVITCLEFCNNKI
VSGSDDNTLKVWSVLTSKCLRTLVGHTGGVWSSQMVGNTIISGSTDRTLRVWNADTGHCQHVLYGHSSTVRCLSLHGNKV
VSGSRDATLRMWDIETGECLYVLLGHVAAVRCVQYDGRRVVSGAYDYVVRVWDPETESCIHTLQGHTNRVYSLQFDGVHI
VSGSLDTSIRVWDVESGHCLHTLIGHQSLTSGLELKDNILVSGNADSTVKVWDITSGQCLQTLQGPHKHQSAVTCLQFSK
KFVITSSDDGTVKIWDLKTGDFLRNLVSLDSGGSGGVVWRLRCSNTKLVCAVGSRNGTEETKLLVLDFDAGKTET*    
>Lgig_154278                                                                    
MTELKMMQSLDLKRHSFNNSPMNSLRHSFHVAPPSGYDYDRKDDMEFERQMEEISDWLENWDHKQRCQILEKLLQQSSYS
QFQFLFTVLQPSLHRDFMYTAQTRFPHIDFTPVSTYTSRAYKNKVRALRNKGTVHRIKSAYIQLDDEVRAWLTENSTKLP
HISRDNKHDQNVESSYKNLRSSLRCKKSDRSPSPLHNTTLSPNRDKTRQNVIIPRHKQEVNDNNCSSVRSVITTPSTIDS
CLSKQQDNNNNSKNTENHKTGKTAFSVQNKKRVRIKSVCLSEEAKILLHWYTHEWKDKRKNEFLHKFLLLLDSRQLFFLS
SFLTVKQHKDFLALLPEKISLKILSYLNPKELLQARRVSKTWRRLADNNDIWKAQCSEVKVEVPADPVWKDIYRDNMYLR
FNWDSGICHTVDLKGHTENVLSVIFDKKRVVSGSLDKTIKVWSIKSGDLLNTLKGHTKGVWCLNFFTDNLLVSGSYDCTI
KIWNLRLGTTARTLLGHEGPIWAMVRHDNILVSASQDKTARVWDIGRCLLITVLNGHNAAVFSVDMNEDGTITLTGSADR
SVRIWETMTGTCRKVVWVSPSTSIMSVSYSQGYFSCCYGETICLYRVEGAKLINTYLEHHKRVESIKLKITYKDKKKPEG
VIVSAGKDGMVKYWDINSDTSLNTFSGHNEQINCIHFDELRIASASYDHKIRIWDFNI*                     
>Lgig_155802                                                                    
MTADVPVEVLSNIFKYLSVSDRKEASLVSRIWYEASLDPMLQKDVMMNFLGSIDAPELTSGLGRRKLTHLVLNQFENTIS
SNDELMRSCRNISDGLKSLCLKGSNITETTFILLVSQFKQLEILDLTCCNSLFMSGKILEKSTDTKLLKESLQNLHTLKL
SSIRFLSDCSFNRIVSVCENLQHLTMTSTQISFNSHAYYPPNTKICNSASVLTFQNVLFFIQKNSLKLKSLDFSKTSITN
SHLEQIASVFDLKLQKLGLVNCRDITSDGIKKLCKNQKDIDFLDISGCMDVGDHGFGAVTENLINLKVLKASKCQRLTDN
AVETLKSLPSLTTLDLSECYKILSSGLSVGLCSGIKTKLTHLNLRCCSSITDSFIVDLCKYVPCLVYLDLGSCFPITDLS
IQSISKNLKNLKFLCITWCKEITDMGLIGFKNVSLNHESHSDHGDHGQCRCTRRTDVKTIFKKPTGEHLKKKFAIKQLEA
RVLTEEERCCISNIGGLQHLDLSSCEKLTDVSIKEAIKFSELKSLNLSSVHSITDVSVIAIALGNPSLEEIHLQQCPKIT
DYSISILTQKCPRLSYINVSSCDMLTNKTLQNIQTNCRRLRHLDVSFCKAMTSDAVDKVEASLKLLKNVQKRLVGAF*  
>Lgig_156971                                                                    
MYLDMNFNMAYLIDSRSIHTVYDDDAPINKKLPKELLLRIFSFLDVVSLCRCAQVSKFWNILALDGSNWQRVDLFDFQKD
VEGPVVVNISERCGGFLKSLSLRGCQSITDKALQIFANSCKNIEVLNLNNCKKITDITCESLGKNSKKLLKLNISSCSEI
TDNSLKAVSDGCKLLESLDISWCSKLSDNGLEALAHGCPKLSSFICQGCNQQLTDDCIHEIGRKCHNLFYLCVSNCPRLT
DASLISLGNCSELGVLEVAGCNHLTDNGFQTLARTCNKLEKMDLEECIQITDATLAHLATYCTKLSALSLSHCELITDEG
IRHIGSGPCATEYLQVLELDNCPLITDASLEHLMGCQGLERIELYDCQLITRAGIRRLRTHLPDIRVHAYFAPVTPPPSV
GGGRQRYCKCCAIL*                                                                 
>Lgig_157959                                                                    
MAAPRAKKKKRERVLKSKVTTDPDSVETDCAAYVLTSFPYILQNIFENFSARRLTSCSRVCKIWKEIADRVLKARPPFYW
DYFTENEKEANKAGFNDPIFYMLAEIAKSIKMFADRIEDYATHGTEDFVSDIEWRLSDLEDPLVNSKELFPPGRTNDRLK
RNHFNLVEWITYQMSMECLVSAVVTDGVIGTPWDSSGSSYETECDRQHWDIFNTDLDVKKIMFFRDDEANGDVALALCEQ
YEGQALVAGAVVNSVQFPVLAKGSGEIIIKTCCIAFCGQNVRVASVVIDSVTRISELEDYMKELKSHGLPEEKSIAFMYA
SVCHGYNQYQKDNVQSKCFRKYFPKTPLFGTFVREGIGSTGSVPEPPEIDEDFDIWFTYRDELYSKLYHQYKSILCLVSF
Q*                                                                              
>Lgig_160482                                                                    
MENILYRKPLVMDCSVHEHCFNCFKKTCTITPDGFNSCRLIDCDHGCGFRFHECKLREHADVCQKAKVPCTNSLYGCRHV
MPRSKIGAHLEYCPASVMCCPLEWNRWPLHSQEQNFKMALPTETFPVNCGQLDVALALRDQRMLIDSFKVPSKTRHSLRN



SFTKKYPAAPINHRGCSVESDDYTSEDTSHGISDDDDAPWKLGRMPPGLQKSICNALYRAAKDASNPELLTVRLDMVPKS
AGELEADKRKRVDIHISESESDRSRSASVEFQSDGAVNVIPEESEPENGSNSQDPRKIQLRDVLGVDLIVECISKFKSKP
SSMYTFLCAQNFRRDEFASHTRNVHNVIQPGLNGMLEERCPLAYLGCTFTCRKLRPKLKNMHLIHSSLLESFGLKYAEED
QNLSNIETTPNDSRSRSRSRSYSGDVAETKIPTINTGLNWDSPVRVKFDEESVVGGNEDQNFPLLDLPVEIIEYILLCLD
GFSICNLALTCQWLRDICCSLLDNRGIVTHVWEKRKKILEDGKQKIEWHIKCNRWCFTTAFTPVDSWEIMDHPSISDHLK
VCQFNKDKIQWDKKFSIFHHDKDGKEMSPEDLDTRLKQALNELKSFDEAFISLNHHWL*                     
>Lgig_162707                                                                    
MGVSLIISESGEDTDSSDGIIHENTPASAINRDTPTIPLAPRILKPSQRNNCSFSSPNTEGFKPIKLSKKFRSKEECKEI
SGSDYINKLLDENILNIFHLLPRFTLAKCARVCRRWSHLVKQKSLWRKIDLSNNTITPSTLSNIVNRGVKILRLAKSEIL
GSVNESILGNQLNISNVAIQYLDLSMAIVPPEILEQLFSLCHNIKKLSLENCKLTDSICRYIGQNSEIESLNLTMCQGIT
HHGMEPILNNCNQLECLNISWTWLNKETIEYISNNLPNRLVKLNWSGCRENITDNEIMKITDRCKRLKELDLSDSTVITC
LSVHLIASNLHQLEHLALSRCYSIIPTTIPVLSQLESLSALEVFGMLREVYLTHLQESMPSIEINSYPFSSVARPTTGVR
RTSIWGIRVRESAV*                                                                 
>Lgig_164359                                                                    
MSTFKGDATGSDKTSEDSGRKRKLPKPSSFDHLPDDVVLKIFSYLPSDHLCRCSRVSRRWYEFVWEPFLWTKIVINNSVI
DIDKAIKILTKRLSYNTPYVCVILERVNLNGCEMLTDKGLYTIAKRCPELRHLQLQGCHNISNMAVFELVSNCVNLEHLD
LSGCPSVTCISLLDGGLSHGAPRHQQQIYLRYLDMTDCFALDDDGLGVIAMHCSQLQFLYLRRCVQLTDESMQYLANYCS
TLRELSVSDCRNITDLGLRDLSKLGDNLRYLSVAKCDRMSDVGVRYLAKFCSKLRYLNVRGCEGVSDESLELLSASCPRL
RSLDVGKCDISDQGLVVLSQNCPQLRKLSLKACDSITDKGVVQLAYYCRGLQQLNIQDCNISVEGYKRVKRYCRRCIIEH
TNPAFY*                                                                         
>Lgig_167437                                                                    
MDHSYAGPESSDVKNSVDGPPDTDHNYFGAKVKLEKDADEMSEDSEIFSDNLTAKQKVVDQNQNSAVQSDQEMETDETKT
LESSDVKDGDEAKDDSGDETGLIMDVDDNSCDKTNSGAVAEDEGGGKSSQAESSQIDSSQAESSQIDSSQNTNNNNSSVH
GDEEDGLESLMSNISEYTKDLDMNLLLRPFKEGWKREVVQRNVFEKYSASGRKKSKPVDIYYFTPEGRKLRSMIQINDYL
NKSSSVKLPATCFCFMRKPIYREPFEIVRSAGKSRRSYDSPASVSPIKRGRPGKGNKMSPKPTLKPNKTKSSIPEPEVVI
ERDEDEFSMTPYLNMAIEAAASRKRSLDDVTTPAPPVKKKATARKSTTPRPPSLQPKTAVTLPAHLERSEGQLCTINCPG
LEGQPPELTCSQCMCLFHPKCVNAESDVTSANFKCHRCRLLPNGTCNSIPVASNKTTSYTMVFPKPPTPKLSQTMNSTLR
TYLDSKSPQMTQSTGNSILPLEIPPLPPLKMATSSMIPRSTLPLLKPSPGISLVPPKLIAAPGTIPMRTIAPHGVISPPK
PQLGLTPQTPVIVQKPSKETPVNAQLLTLPTAVTKRLNLNQPLALKINNVHIVVPPNCVINSKEGLKVVLPPNTFGLPTD
PQTKLNVTVSNNSGGVEGFKPVSDTSSSDSASVSVNGSANSVNGSANSVNTVTSVSGDNKNSVNDISSEVSVNKMKLSNK
RKCVEGINPASCYIKSLYGGYDCMLLIFRYLSTRDLLRVGQVCKTWHNISQHLSLWRVIRLKDIKIPDWKIACKFIRKVG
VQRLSLKGLHHYDDRNRTWHQLMANLYNLVALQEITFGLVPATVLHSVCEKLQSLQVFSAEFISDSNTEQMWNTPTKIDI
GKLSKLEYLQELRLRGLGGLVLPNTSISGSLSNLTQLKQLKILSLTSLRSFEDSDFTFLSELKNLTTLEIGDCSPWKKAY
ESLGQLVSLKRLRLECGGDFDNTTLADSLSKLQSLEELELVMFIVPNNLAERMHHLQKLYRFVIWPYIEGRDEDSSLAQL
NTNTLNSISKLCKLLYLEWGIVLTNDSSSPSKIVDSLKFQPGRFDSNSVSIQELTETLCSIMPDTEKIRVFRTQPLNHTK
CKNKDS*                                                                         
>Lgig_168574                                                                    
MDNNKPAPSPEELREKRLAYFESKLSLPVNSTMPEKQSAKNRIVDKDVFNMKDPDKGKPRTTNSHFETDNASIGAVNGLD
DIEAEFSRQDYRINSPLKQVKLKARRESFQSDSDFLTDVSDRIEEIHVVQPFNHAKSEQKLPEIDSKVPSLNLRDSQNLE
AVSVFKSVADFEDLGLSTHRPSSPPSTISVLDKRLTAENSILDASDIKSLLGEDKYEEFLRKSVKDINALYQNKTTETSP
HLLEGVSTVGPFTETEVSTEVTENHIVHNNFNTNHSKPVSNNQRHFPDDLSQISSSSVHNQIPSKNINDLEREHHNGQPR
NYDQVLVSRNVTFSADEIYRQAYGGRFGPNQTDPRRSQQYSPNSGYYPPSPPYNVLSPRQQHYPGPMGMPPPNYQHIPPP
NMMYNSHGEMFMSPPSPQNSYFQPYYPRQSPPSRTYMHPGSPGTSPPDAGIFSYPPPNYQQTMFNNMNMNNCNQYRMFVP
RPPSQPHAHSPPSQSQNFDNHQGHPQYYPHNHYNKFAKNTNIQKEALSKKKSAAKPMAVLIKEEIKKDGNVKETTKQKDT
SLRHKEAVRQYHEQRRNQQDDSTEEQSNNIKESQSSSYAASSLHRYFSSLENLQQKPELPRRNSLDDFRESSPESEVDND
NLTTVTGASEVTTAVGTDVTSATAMTAGGLTDHIEKLGITVPNLKLGDSKKTESASKSEKKVIICPECSAPNKDYMTWCG
DCGEVLIGVQPVLAKKKKARPDKSKKSKNGLSVKQIKDNDVKNQGRSTDVKQTVSQAAKIKPSIKQFKEKAKQKFQVDPK
EEDFSDESSGITESTISEVKAKFDPKFYRTEKDINEICDVITDPVIRGYIRTYFNQKTKSSLDKDRDAHGMDQDITDAFA
EQAEPTTSKDPQDQPDEATPPEEVPESTEFSLDLNLSNTTTDMKQAAVGSPKPKGRPFGKKKDHVEIDIEVFGIEESREV
KSTNSSVSVVPSLNLASSSSSEEEDEAKELNRQMMVDSSVESDVFQAVMEAKKSANGPVQIQPTKKDSFLAQILGPKTPK
KATTNKLSPKQNKKVVQSKVAQSMNSVPFERKWEKSNLAWSAIQPREMNLKSSVSMPKAKLGFPNKKGVSVYCLENFGSA
ENMAMKSTDSSRKQRPASADLYRRKVQQQRPISAQPKPTTTAYSRPSSSMRPSSSHARPTSAQLRASTNKKSFTSSPVPL
SLDDLENFDEDDDDVEMLDVGPPLVDNDDEVNMPHIVEHRLPAELPIKQPVVNLVPETSLSAYNKYHELQFILGLLQTPR
IQVGDFSPWVCMPDEIWLHIFSYLSHIDLKNCGKVCRQFHRVALDEILWKCIAVKKQHAITDEWLDQISKRHPISLALIQ
CHGDLITSNGLKQMFKQCSHTLRELNFSRCSRGSLTGDSLLLHAAETCYNLTHIDASWCHVTDTGLSAIAQSSHSLRVLE
MFGCFNINQRGLRFLANNCTNLYTLNLGQCYKLTDSCMTQISANLGRMENLDLRGCKQIRDACIRKIVRNCPRLKSLVLA
NCPNISDNAMVEVATYSMDIRNIAVCGFRNITDYSIRNTTNVNYILVVVRVLMSIDVCGCRNITDYSKTDYSIRNITNMN
YILVVVGILMNIDVCGCRNITDYSIRNITNMNYILVVVGILMNIDVCGCRNITDYSIRNITNNCQRLTSLDISSTGCTSR
SVNMLANYGNRCLETVKLNFLTDITDTSLIKLVKHCSKLKTLHLYGCSSVRNIHQLIAINPKLDVES*            
>Lgig_174082                                                                    
MAGGKDWSTLPSVIIVEILSYLSFDDILKSSSVCKSWRSCLFHPNLWHIVFFSLDTKGISRAKFLAENCGRFIREATVKF
DSKKSLEVKDCIELLNIFSRNKNLEQFSLRPSNCHILWSEKEGKAAIDKILDHIEEIIKNSRKLSHFSLGCVEELSSHSS



SLVQQLVKYHSKNLTSLHLPTVKEDGWGITDEDIIAMSRLRGESLHKFVIPMSCIFSAMNLEDEHGNDDDDENSDDLSVH
SISQEFFDKVSKSLKRTWWPVEDTDLPLGLFDANADSEEIYMDTLLDDQLSS*                           
>Lgig_176806                                                                    
KADSDDSGTEEPGAEDDFYTQPELGCKAVRPVVNHKPDKLAERLTSLTIARDRGNVPEGLVDSLPPEVLLVVFKHLDDIS
LYTAGNVCTRWRQILDGETSEKEWKHFIQLRWPLFLPQNPVKCWKTIYTNLLIYLSQQDHQRAAIVLLQNGADVTIIDDQ
GKSPVDLAKSKKMKSTLKEAWTEATQKKITPILAPVRVPTREDCKSQKSKRRKGEVIFDGLVTTPVQNNI          
>Lgig_194798                                                                    
MDFRTYLLRAAQLFDEEEWRSRDKSPEEEEGDTRWGNCLPEILLEDIFSLLVPKHRHEASQVCRTWYQAFYAPRVWGTFV
LMETTLTKRRFNLYKGYQRELCPRKTQVCLQRVGHLFKKIIITPLSDFYNLYEFLRVLSAFLEYYEEHEEYPMPLLKTFD
FTFACENRGMTGSIVHGTGGKILQILETLLGNMIGLKHVSVNQLLLGPEEVPGLMESLAKNCAESLQTLELLNCCKVPYP
MSDITQFGNLHTLTISPQHLDDEMLLLLAGMGLGKLHIVQDAYTCDTEPINYEVWKLVKEMAPNFRVSLSLRGLTKKEIV
IQPHAPVYCVVYRAPYSKINLDFASSLCDYYPRYLEVYAQEGFPRSHGSRSFVDRGDTTFVHLVRICPRLKTLVIRERIS
YATLLIIASLGKNLENLVVRENALIKKMDWPMLSGWTDDFYRFLKKNSKNLEDTTREVSMLLKKSWKPLRDEDFKKVSIK
L*                                                                              
>Lgig_196970                                                                    
MVELENKLEKIEKEKDYFQLLSLEIICKIFKYVSLFDVLKLSSQCRKFQQAVSMYLRILKSIDFTQGQLHGWMPATVNDD
HLNSLLPKCRELEYIYGFHPAHLSKRRLRNCRHTLSIPGILAALNFASKLKGIEISDITLLSAVLNYFPNLKILGTFRNR
MTESALENDRFSFTVNPKVTSLHLTGITIPCLPKMDMVLYLYLHQVKITNAHPFREFLVPKLQTFVMSNCCGPVNALSYV
PLFAGLAAAQPLTRLELVKVPFMGGLIHHIVEDSWRANGFRQLTNVLFSSCRNALEMDLGFLLITAADKLKELSIQPSLT
KDSLFSALNMADVQFDNLNVLSLGYVDVTLEQGDVSVYEFGNNVVESPAMITDNGMKAVGQTFQDISQMEVYNCPHLIQP
CTWFSSVVVNWAYLQHLTLRRCHSVRLQDFSTFISHLPRLEMLQLEYMFREPPKGCSRVGLSAGTGLGVSSALVQNHAHG
NDIQPNQPADEEQEVEDEDDLNNNDDEEMNRAEEADDDENIEIEPIIMLNNARAVPVRNQQNVRLVANDNDNVNDAEGNI
ADEPPLPAEQPPLPPEPPKKKTGTTGSTRKSSSRQTSKKSQNGSMGNEGQTSAGRSRRSSVSLKRKKSIHDKATSTSDPV
MEDDHIQVLLLRSDSLVCVKLHMVGITDLIIEDCPELSSVSGSACRVLKKVTIYSAPNLSKTNFVQCKKLDQTHLVNEVC
DQISEHNRVIFLRPMHEFNLRDFEAMLFQQPDICYYIGIIYDYSPCPNQTLYNRVRVTNWLELFSRLNIDFVRCMDFVET
SWYRVDANTYPWKRDIYRMQGLNENGSKWEMITDIPWIRMLSQCPDIKHHNQVADDFKGGLYCQGAKGHFNKEDARDGIV
FDLAEFQDANQTFFINNIIVYFNMCDTSGVPTPDFYL*                                          
>Lgig_207352                                                                    
MSAMNFLDLPWEHVICKKILRCLRIGNLFRLRAVCKDFRDLVQLYFDTGFYLNLLPCSGHMTSAAFVIITRNCYCIKRMN
LSNGRNWLQNDNLIPVLRNNNQLIVINLTGCSSLTNISLQAIASNCPGLQTLILRDCYWINNEGILSVCLNCKEIVHLDL
TGCWNIGDSTINSCLMRLKFLEVLSLAKIYGVTNNTIMAIATTCKNIRHLNIHGCWRVTNEAIWLLGEYCLALRMLQVKD
CRDITEASLSRLRAKKIRIDVPPPAGCPNLAILAGRSLHIQT*                                     
>Lgig_215712                                                                    
MLKIFSYLLECDLCRVSEVCHRFHSIVNDEELWKPLYRDVFEYDLPLILRDTEPKCYDFIPLSDLGKYDNPWKESFRQLY
RNVNVHVRHGYNMGNNQITKKRHKGRNVVYFDTIEDALQYVDSLMAYDPVIFVHSGVYQGEVLSIDTSVTIIGAAPGNVR
DHVIIERDSKSTVVFISGSNSAYLGYVTLKFSPDITSCVPHHHHYALEITDHSSPVIQHCRIKSTSVVGAAVCVSGSGAD
PTIKNCLIKDCENVGLYVTDYATGVYEDNEISGNALAGIWVKNHATPIMRRNHIHHGRDVGVFTFENGMGYFDSCDIHNN
RIAGFEVKAGANPTVVCCEIHHGQTGGIYVHENGRGQFIGNKIHSNNFAGVWITSNSDPTIRKNEIYNGHQGGVYIFGDG
RGLIEHNNIHGNALAGIQIRTNSNPIVRHNKIHHGEHGGIYLHEKGQGLIEENEIYANTLAGVWITTGSTPVLRRNRIHS
GKQVGVYFYDNGHGVLEDNDIFNHLYSGVQIRTESNPLIRRNKIWGGQNGGILIYNSGLGMIENNEIFDNAMAGIWIKMH
SNPVLRHNKIHDGRDGGICIFNEGKGILEENEIFRNAQAGVLISTESHPILRRNRIYDGLAAGVEITNNATATLEANKIF
NNRFGGLCLASGVKPTFEGRENVITGNHNMVEKAVSTGQCLYRISSYTSFPMHDFYRCKTCHTTERNAICYNCIKRCHGG
HEVEFIRHDRFFCDCGAGTLNNNCQLQGEPTQDTDTLYDSAAPMESHTLQVN*                           
>Lgig_221404                                                                    
MEDILLKSKNGTHISTLFPEILAMIFQYLDIKDKGRVSQVCLSWRDACYNRMVWRNVEAKLHLRRANPSLFPSLCRRGIK
RVQILSLRRSLRDVVFGIPNLESLNLSGCFNVTDASLGHAFSQDISSMTVLNLSLCKQVTDNSLVRIAQYLKNLEVLELG
GCCHITNVGLSLIACSLRNLKQLNLRSCRHVSDQGIGHLAGLSPPASASSRTEKTGNARLEYLGLQDCQKLTDHALRHVS
VGLCHLKTINLSFCGSVTDSGIKFLSKMTNLRELNLRSCDNISDTGLGFLAEGGGSTIEALDVSFCDKVGDQGLAFLSQG
MYSLRRLSLSACNISDDGIQKLANSLHELTTLNIGQCGRITDVSLSAIGEKLKQLKSIDLYGCTRITTVGLEKIMKLPGL
TTLNLGLWHKR*                                                                    
>Lgig_223940                                                                    
MAAAKLPPRVLEVLFSFLDISDLRNCSLVCKSWYRFLNDENNDVWRLHCVRKLAEEALRSDILSSVPTYKAKLRALFHSW
NPNDCSRNIYVKPDGFTIHRNPVAQSTDGARGKIGFKTGRHCWEVWFEGPLGTVAMIGLAAKGTPTQNQGYVPLIGCDDQ
SWGWNLVDNHLFHNGDSQGNYPQLNNAPKYQVGEKIKVILDCEDNTLAFEKNFEFLGVAFRGLPDTHLYPAASAVYGNTE
VSMIYLGPPLDG*                                                                   
>Lgig_224605                                                                    
MSGEEVEMKCSWLQDLTLTGGCYVQVGKEVVEFSSQYGSERSISYTAANLAGKESIYPGYGDFTQACVFRTYGKWWKKCP
SATPRYRRTPDSFCSDDFIEVVFADKVCPTKVEVFETYNPGCIVKILACDCTSGTDVDTGQVEWVTLWSGKPTYPKQESN
VFSPPLKKVNFLSNLIRLELCQELVEYYTELDCIRLHGTRSTNKPNTQVVPDVNNILDEDLNIKLQQLEIKSDSNVSSTQ
SAVEEESNRVINGSFDCLPGEVINLILQYLDLTDLCHLAQTCRLLEKYCYDPLLYTELNLQPYWTQVRDSTLAGLQSRSS
AIQKLNLTWCGKGGILTDSGLQQLLPVCNTNLTGIILSSCKFVDSTTLKLLTQHCPNIAEIDLSNCRKIGNVAMLLLCRF
EKLKRMNLYRTLVDMPSVIAVLRSCPLLEHLNLGSCIGIASYDDVLIEIANNCHNLISLDLWQARSLTHIGVKALANKCT



KLQELDIGWCPQVKSNTSCLISLLKECRSMKKLFLTANRTVCDNDLRAIAEYAPFMEQIDILGTREVTPAAVLSVLENCR
NLIFFDVSFCGGIYDIHIEDWARQFPHVNFKKSFQSGSVGL*                                      
>Lgig_228073                                                                    
MACTANGSSELSEDVIEHYFPFEALPEDCKLQVFSYLNNTAKVRCCFVCKEWLFLLKSPRLWNHISLSDFTPICLGQANH
TCVYECYKQYQTKVLQFTEYLCQIKPILHSFVFELDIYDPKAKFLPNIENFLRTAQCRELIYAHLNWKETPNQPLWYEEK
CWYHESDVIHLHRLRHRKFVWFFDFFTSVASNLKTLIMPFGWSETSVEHLKRLQNLQTLVLEKYFVFKTLDQTLLDRVLE
ILPKLQRFLLEVWTPSGAGLLFYSLKSASLQFLDISQSRGFYLNGLVMPKLRQFCVARHPWNGPIVSSDKIKIPCLYGIL
VNGAPNLEKINDHNLEANWKEKKSPNLQEVLKSVCACKSHKRGWAM*                                 
>Lgig_228723                                                                    
MAAALKELDPEMRRYLRISKLPDLYEALLTGLAVVCPDDPLKFILECFDELEEVGKHELAWDLFIPDGYRPPRRIVSESN
LDYIFNFDENTLPSAEMYTKAYTKYNTKLKRVCFNAWMQFHLGQMEKARLTEEKLYLAEKQYIAQKLQVNFQTWKDWVRY
RKGRQAMVYQKLQHIYHIAIGRVIFDAWFNHTIDAKRQREYFERLERGEHMEEEDIFGHGSGEARDSISMLPRKVAVKIF
SHLDMADIANCACVCRSWKVITQANSLWSRIDLYNVRGRVTDKVCVRLLYKARPYLIHLNLRAARFITMPTFISISECRN
LQDLNMSECQILDDDLLSLVVKGCQILLYLNISHTSITDASLRSIAKYCYNLQFLSLAFCTKFSDRGLQYLASGKCNKKL
EHLDLSGCLQTTPSGFKNLAQGCTNIKVIALNEFPTLNDESVMALADKCHKFRTASFLGSPLLTDEPFKKIAQFRQLVTI
KVDGNHRISDASIKLIGKQCPNLEHVYLTDCSRLTDSSLKAISSCKNLTVLNLADCVRISDAGIRYLVDGGNASKIRELN
LTNCIRVGDMAIVNIHKRCQHLTYSSVCLYIFQMSPSNVFCVCFCENISEAGIELLGQIHSLTSLDISGCNCGDQGLQSL
GSNVKLRDVCLSECVSITDLGLQKFAQQCKEIQRLDISHCTHITDSAIKNLAFCCRMLSFLNLSGCKLVTDMSIQYLSGV
CTYLLELDISGCILVSDKGMRYLRKGCKNLRNLSCMYCKGISKVAAHKMSKCIPTVNYSAEDVPIYYGY*          
>Lgig_231000                                                                    
MEEGIEIQELEGTEMILQKMDSLDLEDLTSAWGSSSPNSALTVRTQGDPLVAWDSENLAINSSEDVTNLQERQLSRKNKS
DALLNRENPSILTEKENYSKFENIPPDHLLLSSKMAESSFSYLPDEMTIKIFTYVSQKCLLSSVSRVCRNWSYLAFDSTL
WTSVNIENLEIVSSVDLCQLLKQIPGTQRLLTLSNIKDLTSGTLKIVTDMVPNLKKIDLGFCTFDIIGLNTIVKNLEKLE
SLNLEGCTCSFGDRFVVMLGEAKQLKHLNLSHCVLSDQQLIYLSRQLNEIHSLDVNGILYISDLSMKVLLTKHCNFLQVL
KLDGEELSDDTMYLVSTCIYLQTLQIFFCELLTDASLKYLQNLENLQHLTLRKGPEFSTSGFLSFFKNCNLSGIRSLDVS
ECPDLSDKSIHSLVQQCGSKIERINLSWCWNLSEKSLISIVDHCRNLKELIFVGVDIRGDCLHRVPEEMPNLVLCDFEKC
SFVNDELLENIVKEKPDIVIMNYHGEKFMNIHS*                                              
>Lgig_232302                                                                    
MENQQFPSNCENSTCQLGENDVERTLDEQIDVIYNSIDDLMRKYIMYSKSSESKVVSGGLQQFLIRKMRSKSKRKEEYHF
SDAYYSKMGGTNFCNPGLNLNEDNKTTFSHFSSMPIGIKLRILSYLPCYDLANICSVCHEWNYLASDDVLWHNRLNWDVP
KWETFSFTTNPQIYQDVNSEWAFKDIYYKCSPECNRSWKKLNSTFYQVSNMIKYFLPRKTPRVALFGPGLESSTHKIVSK
LLYEDNNKFSRIAMFPGQFDGIGAGMTLKLKTGSTFHLTVLYSGTKKERENRNKNSTSRIFQNKIEGSGKTEIELQPAVK
NLCHILDAFIFVVDASQTEDQVKNGLVELNAMINERWSAPHVPVIILSCTSHSTISRIPAYKIAQLFQLTHIDRKWLVQD
CVVDNLEGIHIAMEWMIEHAQNK*                                                        
>Lgig_233304                                                                    
MDFTSILPNETTEKILSYLSPVDLASFSETCLNWREISNVNVLWIHHCMCRGWLKYGVDFDIVREEPLYPNSTNISGNSP
VFILEVQKNTRLTPICKWKNTFIRVKHLNNNWAKGRYTVAPILRGHREKVTALDSNGKIIASSSNDKILKIWDIKSCCCI
FCKIIASSSNDKILKIWDIKSCCIFCKIIASGSNDKILKIWDIKSCCVFCEIIASGSDDKILKISDIKSCCCVFCEIIAS
SSDDKILKIWDIKSCCCIFCKIIASGSDDKILKIWDIKSCCCIYCKIIASSSNDKILKIWDIKSCCVFCKIIASGSDDKI
LKIWDIKSCCCIYIVGEIIASGKIIASGSDDKILKIWDIKSCCCVFCKIIASGRDDKILKIWDIKSCCCIYCKIIASGSD
DKILKIWDIKSCCCVFCKMIASGSDDKILKIWDIKSCCCIFCKIIASGSDDKILKIWDMKSCRCLHTIDVHSDTITCVKL
KDRLVVTSCADGSIHIFDSLTGKECLSFRGHAGSVDHITLLNEFIISAGSDRSLRVWSVLDRKLKCTIYGHSDDIECLYS
NDNMVISGSWDNTLILWDIYNGVMKLRYEGHTEVVTCCQFDRKKIISGSADSEIRIWNTNSGKCQHILSGHTGEIYCVVY
NQSVIASGSSDSTVRVWYHTGECRHVLNQHIGIVRCLYINNDRLVSGGDQKKIVVWNYKKGELLNVVHRHPTLLHLMWVS
DTKLITASPERPGTITILSYW*                                                          
>Lgig_233514                                                                    
MAAKFHILDLPPELLLNILSYLPATDVSSVCQTCTKLNEVADQEIVWQNLIKSEFNIKNHIGCYDGSYKDVYTKVLHKYK
DMLGIWQPEMGSYGGLLHIKLRDGRIIGEECFAPVDPDVYHNLRKKVLFSIQLSEDTTHEEILCYRGFDRPHPSSIQWTE
AGTVKFHCSDSDRHKHPEGKQKEFESWLVEETGQRPSEFFVHGQELLLMKFLVTTQLGCTYDLTRLSFPQPEANVIVQPG
LFKGNYGGHGIELIMLTYLPDMMAEGKKITGDPNVPANKISLYIDLRRPMFLNRDQQQTIDLLQQIDIPDSPPDSYPHNL
PPQPFRVPDDCFERFSGTPHKCIGRFHAKGQIAGHDFSNPSRTPGHWVVFDENTFGFLWLELKSFSLYSRVQEHFD*   
>Lgig_234942                                                                    
MAGYICGRNPASFSDSSFSSFDEGISYQASKCHILDLPDELLVRIFGYFLPVEDRLPSLGLVCRKWKRVLSYSGSLWRIL
YVNPTPNAHIHYSLISTILKLYGHHVHKLIWRDNSPVYESIFSLIQNLVNLKHLRLPILWNSCIVESLKGLKDLEAVQLN
GGFSLVDSDLEKIAEYFPKLREVSLNACWGITSSGVVTLFRMLENLQNVNLKINSGLPLEDPRSEDSMREGARIVLALRY
TIFASMIGVLCLHFVPIEMDELWDVVNKMTNLKKLSISNCENLHGIRLVSDSLQKVCLYNLWNVLFVSIDGTDLRNLTID
GGMESMEHLEIYAPKLRRAVVNGSNILRTVGIRSKKLSMLEMSNCEELELTSFRDLLKMNSTLMSLKLGCVSQDSLLLDE
LIIPNLQELCLLGDFSCEALHIRSPTLRLFHTESETDIITLNHVYITANHLCKVAMVGMPALKTMTVQCVSVDSIELNLC
SDDQLLLDSCIIQALGSIGFLRLFDCKLNLLSVSTPLARTVVLYRCHVSDYVLQMALNGCPNISNLNLEKCKNIKQISIE
APPLKFLNMFGCRDIHRLDLDCPELIALNIGQCPNVRLFIKGIEQELSDLGGIVMPSESVRWSHDFPPQVYMCS*     
>Lgig_235671                                                                    
MAAVTRAQLYSNCVICYTDNYLPEVLIGEEIEELEGQDDPPNLAQQLEDFRQEWKQELNKGSGGGPDRQPQSKEERAKSL



YLRGAEAEQNGDFYIAVGFYKKAIQLVPDIEFKIDYTTTRTPRERQDSECSVESLKTEEEDLLENFQNMHLEDNRLCTQE
VAQNSTHISELPIEVIMYILRWVVSSELDVRSLEILSQVCRGFYLCARDEELWKTICSKIWGGAKIGKVKKYGNYRKMYL
ERPHLLFNGCYISKTSYIRNGEQSLDSFYRPYHIIEYFRYVRLFSDGSILTFCTFDRPQAAVPKLRHKWIKESGLLKGQF
KQVGNKVIAELVQSRSNQNQNSGYKYKRRQKNQNDCIYNNYHIEFEISSGGKGIHNILTWTKYYISTFNGGTNKSSVSDI
DLTPKMFPPMSFSRVKSYNNYSEDPL*                                                     
>Lgig_236076                                                                    
MTTEVEFQWTNLPDHIIVHIFSYLNFNQRCKCAQVCKTWLTCFNQPLLWKKFTFYFIKSEDKQYLNLATLHGHHMKHVSI
ILDQHEKENREKACEVINIFSSIEDQKVSSLSLKFVGENPLFYAGLEFIDTLKIFFAANHQNGKTGYLTEVDLSGLWIDL
NEEVLDILATNHKNLQKLNIQNRSLISKISPACLVRVLHQCVQLSELSLFYVTLSDEVLETFAEEGRSSPLKYLSIKCRR
QEKFVKILSDNLWKNLHKNSPNLKVTMIFDHNCLLEKVSSILSPSLPVSELLLETFTMLFDEINLAASYYRNTLERLVVQ
TRPSRELEEALINVTTKCHKLKSLIVYCVLSEETVDKIHALCPRLKEERNYILKTVMDPEPWIVGVEEGD*         
>Lgig_236780                                                                    
MIMAEAGYLDPDSAREFAREVEKMRSISTSTPMAITSLCSSVFSEADSGFEDVTVDSCFLTTTTASSNYSFDSDSNFSFN
SKSLSGHGLFYSPILKEQPSPKQPEKEHNLRDWEIPEEEDIFLKINNRNLTDLPCRNLSFEFDSQDSGLQTSSSSPSIEL
SARFQQVLSTFSPSVLDRLIGRKMGLEKVDIVSELSARNVMALSSIFSYLEPQDLCSMCQVSQNWRKVVHSDARASKLKK
KYVKYSQETSLGKENSSKSLRYRSIRGLTQANKFETIQLTQHQRASTPYSKLSTGDIFSMAADSLREGEELRKCPKCFGA
SRVLPGYDRGTCFNSDCSFEFCSKCFCEYHGSKSCNPIGVCKKQKKDIIGSKKAKKNLKRLSAL*               
>Lgig_236816                                                                    
MAVNHQKVVANYLNKHKVTEKQISNSQPTSKDKQGIYADKSRKPRFIKRKPPPVIHGKANISHLPDELLLELFEYLDAAS
LLTSACVCKKWQEITNDNSLWITIYKNYAKFKGRPVIPTGKLPLSYWKDLCLKRCSEERNKNVQKMMKRIHLYTGLPENT
VKCLKKCGITYQLTTLDNHGVERSYRSSDIFYHTMSVSIRWYNLQGLAIKSLRKLKILSCNPLFFNSQGVVIPNSPYQRS
LLTEVSIKWENWKKENKPIKEDENIQLYKISNDILLATWKADGELAFIVCGFHHNNFINRCLLGSYKCQYEPKEHKVISD
DIDPNYGLHHYKCTVELRNIRQSIWNQQFQGLECKQNNIVNNICALILRRSNDVTDRLPVDKQIQLPWKTELFKGIVKDV
CWLDVTLLDERGEVFWSLSSPVYTMSKETTKNVAMDFEYKDESKLEMTIKTVDVEVLIQLNEMDDGTRFITHLELQLDIS
LVDTWFGTSYRIPGKQVTEKQTENTISY*                                                   
>Lgig_237021                                                                    
MEQKNKELEKFRANWIQELHSIPSNLSLSKQDSCSSNDSNFDSNKDTEGISISDCNIPEKSLKRSSSPTCSNQKNDLEKG
EEFLVDSNVVEKDNIDTTGGYYPFVLLGEMLKSGSQEYSPPKKRRSSSGPKNVLSPPIIKKNYFDTELCESFSMENDTSD
CSDRGEIKLKHNQNKQQKQENKERFLDIFVKDLDEINEIPFFDTSLAREVAIKIFHHLSIKDLCSCSQVSKSWRSLADDE
LLWCRICHRLGYEGEITAVEKYGWKGILRNYVERKKTLISNWKGRIGKYHQLQHIQGGILSAVHSHQELVVAGPTRHRVL
ILKCIMNTRYTNCDIKVWNMNEDDNVILKSSNTALIIDESVEIGTVSNQVKQVQTSHQYTAASYTHGFVDIWCNDKGTEP
VFTLNSGNVKDIRLSSINPDLAVSTDNTVYILRSPDQNSDFTIHNQLHINNVGKLRWLEPASTNHPVDSKLILANVNKVH
LYNAECREVTELYNTIDTIIRCVEGHPELLAIGVHFLSPIAEHKIKLYDLNKNEIKSTLHGHTWNISCLYLPVEESQLLI
SGSDDRKVRVYDLRSGTRPIKTIIGHTGSISTVQLDDWKIVSSDNAGFVTVRDQRMDRKIWELHNRHPVEYCKFYDKYLT
VGNIPYNKTPEIDTEFETATHRKYRGTVQVYDFLSDQLRDDLPDICQSTYDAVPGYNFNIRLTTPYDNL*          
>Lgig_238238                                                                    
MKDKKITDLPADVLLKIFCYLDFKSLQNVACVNSNWSFVCSLETLWKRLCMTANDDALKYIYKSRINGLSWKESYVFNYR
PNLIRRKWNEGFVSNIEQFEDLPAITMCKMDAEEWGAIFEQEERR*                                  
>Lgig_238545                                                                    
MQQRDMCMKYFEHWTENEQTEFVEHLLSHMCHYQHGRINAYLRPMLQRDFISALPAKGLDHIAENILAYLDSVSLCSAEL
VCKEWYRVVSEGNLWKKLIERKVRTDSLWKGLAERRGWGNTLFKPKPGEPAKDHKFYRGLYPSIIEDIDRIEDNWRTGRH
TLQRIHCRSETSKGVYCLQYDDEKIISGLRDNTIKVWLWDRSQLECVKVLTGHTGSVLCLQYDEKIIISGSSDSTVRVWG
VKTGEMLNTLIHHCEAVLHLRFCDGIMVTCSKDRSIAVWDMQSPTEINLRRVLVGHRAAVNVVDFDNRYIVSASGDRTIK
VWNTSTCEFVRTLNGHKRGIACLQYHDRLVVSGSSDNTIRLWDIEYGACLRVLEGHEELVRCIRFDNKRIVSGAYDGKIK
VWDLQAALDPRSPAGTLCLRTLVEHSGRVFRLQFDEFQIVSSSHDDTILIWDFLNVPIPEGTRSPSRTYTYVTQ*     
>Nvec_XP_001640783                                                              
MEYFEKWTESEQVQFVEYLLSRMCHFQHGHVNAFLKPMLQRDFITALPAKGLDHIAENILSFLDAKSLCAAEVVCKEWHR
VIADGMLWKKLIERKVRTDPLWHGLSERRGWGQYLFKSKVPDPPNNDFFRKLYPKIIQDLETIETNWRCGNHALHKIPCR
SENSKGVYCLQYDDHKIVSGLRDNTIKVWDKKSLACVKVLTGHTGSVLCLQYDENVIVTGSSDSTVRVWNVHAGDMLNTL
IHHCEAVLHLRFQEGMMVTCSKDRSIAVWDMQSPTDISLRRVLVGHRAAVNVVDFDDKYIVSASGDRTIKVWSTSTCEFV
RTLNGHRRGIACLQYRDRLVVSGSSDNTIRLWDIECGACLRVLEGHEELVRCIRFDNKRIVSGAYDGKIKVWDLQAALDP
RAPAGTLCLRTLVEHTGRVFRLQFDDFQIVSSSHDDTILIWDFLKDATERTYSKW                         
>Nvec_XP_001640645                                                              
MSIYMETKLPDAVLLEIFLYLSRRDLGVVARVCKQWRRIAYDPSLWRTVDLNELLAWTTIDEATLLMLIKTRLASATALN
LAGCSVTPKVAKELAKKCRRLKSLVSFGTEVNTEHIRESIRDFPTTLELMDLRYSWGDFSFMRRLPRHFTNVRYLGLGSD
AAECLIPDIFTKMRSLRVFECTDSEILNDDALLKISTNCPQLQSLCLNECKNFHGKHLRKVMENCPHITSLLIRFTKLND
VALMSVNWDRTKVQELDLTGCYFVTTTGLSSVLTRLPNVRYFKMNQCGFRHILHLRIYQEIKPTAKYSSLETLDLRWNFL
LSAECLEGLLRQAPNLRYLGVSHSPRIPPAVLAAMLKFVPNLKVLEFGPLRKESLSESHLVPNLIQSCPSLEAVSLINFK
LIDDVDANMLQELRGKCKNIKEVKLCNPRIEHVAIGNNGETITVERLLIKMESLLPSPHNTLTKVISLTHK         
>Nvec_XP_001640133                                                              
MASLKNCDPELRRYLLRHRLPDVFEAILTALAINCPDDPQEFILSKLTLVLGDEQVLEDLRWDSFIDEMYKPKNRIIKTA
ALEFLWSYEDENSQPTPEMYQKAYNLYNGRLKVMCFSAWLRFHRHMRRKKMILQRKLNNARTWHRQRILRLQLQKWIEWV



AERKERQYVIAMRIKRVVTISLLRLVFDAWHSVALDARKTKEYFEKIEKGEYNDSGYEGFFRIRADGKDEISSLPRHVAL
RIFSYITIGDLSRCARVCRSWKILIHANILWSKIDMSQVKHRATNKATAKLIHKCRPFLGHLNLKNCYNLTRESLKIIGQ
CRNLQDLNLSEVKGVTDEVMKDIAMGCTSLLYLNLSSCLISDSTLRYLARYCTNMQYLSLAYCTKFSNKGLSYLANGKGC
HKVIYLDLSGCEQITDDGYKFVGMGCSSLNTIILNDLPGLRDACIQSLTSECRTLRTVSILNSPFLSDTAYKSLALCRKL
HKLRIEGNNRITDASVKVLAKSCSQLEHVYMVDCPRLTDLSLKALASVRHLNVINVADCVRIQDTGVRQIVEGPSGSKIK
ELNLTNCVRVMPTVIRRFVYCFRCHNLVYASFCYCEHVTDAGVELLGTLPNLISIDMSGCNISDHGVSSLGNNAMMRDVV
IAECSAITDLGLQKMCQQCRFLENLDISHCTNLTDNAIKNLVFCCRLLRTLNLSGCDKLTDSSLQYLSGVCHYLEMLDLS
NCTLVSDKALRYLRKGCKRLQSLTILYCRNITKNAVQKFQMKCTVNHSIEGPLGIMANA                     
>Nvec_XP_001639466                                                              
LLLKIFHFLPIKSRLSLRCVCWKWYQLLFDFSIWQKINLGDDLELLSSGRCFEFFTEWIFYFGARVQEVDVGGVAWVDDR
MVVLIAQNCPNLKRLDLKACFKVTDASLKEVARYCTNLECINLYCTATTENGFEELVRRCRNISGCIHLTWCFFITDESL
KSIANQCKCLKTFRIRECQQVTDQGLKEILLSCSMLRTLEIERLYQVSDLTNQSMNRAENLPNLQSLKITDTRMNDETLT
KLTERCPNLRSLLKWLSVLVRRVHDSDLFAIATHSHQLIGLELGDCGGCSDRGVSSLSRGCPYLMKLVLKGCDDIRE   
>Nvec_XP_001639288                                                              
MEEVAKQDGSQVIHLPIRELNHGFWQDLPDSLLLFIFGFLTPKEVLTAGEVCRKWHRASMDEVLWKSIFIKSYNLSGIEK
SQLQLPSSSTLWIKEFERLYCETPLIEAQVLNEHTDEVLHVAFSHNGKMFASSSKDCHAILWDVTGDSVILRERLVFKQY
GWEYVQFCEFNSDDTLLLVSGVNEMRRLNFMGEIIICDLEGAALGNIVHAVISEPYDVFGAWLTDRTFICGSFEFMVPSY
DSSVSELWANCVGGNQPVNLCRIVNESGSSVRTVLVARPNFLAEDEVFIIFTHGVVTYTPHQVVIKKLKLNHKPPGELEV
IESCRVKDQRSERRQPTENISQSEVRSDSEGEFEELSYTKPDHLINTNSHIIGMNLSPDHDLLYVNCRLWTNADKIAANK
EALPEISNDIHLRVYSLSTCQLVREHVGHRASTPNDKCFFIFLNIAEKLVASGAEDSCAHVWDRHFGVKLATLTGHQNVV
NCVAFNPRDPDMLVSASDDHTLRVWKSRRRSERLW                                             
>Nvec_XP_001639267                                                              
MPPKQRIASSKGILGVPRRAKDQILIFSRHAEELPSSDESDDGDYSPKDYTAETLARQKQQQHITNKTNQQSKRKQKNVD
VADLDDESFLGFIGEKSNKKHKTIERKNAEKGDGHDNVSVNTAWSDAIPTEVLLLIFHYCVSTQGAMPLLGRLARVCRRW
NAVCREPSLWRKLDLSHFGKYTISGDSLIQKLCGRGVMSGVEELLLDGWVRLTDKGVEMLVKQCSSLKTLSLSNCEKVTY
KSAVMIAGCCQQLRSIDLSSTKVDQRGIKALLIGLKNVIEEILLRYCKNIKGPIGMNLLQDDKYPKLTLLDLSGNFVRNF
HIEKLQVACPRLKQLQLGNMCLQTATAKLVQKESSKGFPDLEFFSIASSGQTAVLINDDFVHRMLSSSNHLKVLDLRGCS
RITATAIDTLCASSLESLYLGSTDASLVLVQTAMTKWCTSLRALDLSGNTAVNDDCLSLFSWLECDELTSLDLSTTAVTC
SGLRPILAKYLHTIPRSVSREFGVNSLTHGCVSQNSIQSAINNLVSRNVFLGCPKLNELNLTSCRGIDRGFKQKHIGHGN
LKRLLGNIMSNQKQG                                                                 
>Nvec_XP_001638720                                                              
MSYSTLPLDELVLVFDFLHPKDLVNAAQVCKLWREAAGVSSLWKKHCLRKWMFCNLSNIEPGHRTWQLYYQARYKVDTGV
SKGRPGLDYTCKTLRGHPSKINDVVYVTSNSIYDEGIIDKAAHPVVASCDLDGMVCLWNPHNGKQLWKNAEQHNSSILCL
AAVKPNGSFASGDSNGNVVLWEIESGESNKLPESHNSPIVAMVCGEARKSSEEKKLFFVGARNGEVKLLDVHDSFKLHTT
LECPVDVLDSLLLYSSHRLVVSGHRFDSPSNVRVYDIRQLERHGRELYVLPSPPDVSCTCFCAAPSQSNFLAVGYSDGNI
KLWDTSNGREVHNFSAHMGSVTGLTAVGNTLVSIGQDLKTCVWSVSRLELLTSYLDHNSEITSVYGDAFKVVTCSRDYSI
RVYGWGEARALDSKYTLLGGSLQRAGQGFDKVICDYTTCIGMANNVLKAYSFQA                          
>Nvec_XP_001638260                                                              
MAPLVCPEEVDVFRIPHLRMKQIISDASEKISTANFRDSGSLGRLLSSFYDIFQELKHHEEVENSCIMRTLQRRLTDDQI
RAIVKDVHKHSHVQEILALIRKGFKKTNKSKTLLTMINYETKLKRAIDEFERDIIPHMKHEEEVFQPLLMEHFTFAELKS
IREEVVGLHKAFFEVYFVLLWAMQTDCFKHYIDNVVAQSNGKLKAKSTQVTLIHNLPPEILNKIFSYLNPKDLCRTSQVC
KSWSVFAKDGQLWKHLYPVRWICKNDWCFGEVEDTDCNCNKKVISRFLDSYADADADMDESGESDDDCSQGSSAQIQRLL
GITNYLLPLVGKHVQTLKLACCPYLSNGLVFKMLSHCPNVERLDLSQTAVSDYGLKGLFRRGGGSQLKTFDVSGCSNLTD
KALVSLSSALGEATSNADIEEGRCDCTAACKCSKVDEQNLQGKRTLRYLSLSGCYQLTDAGLRSLASNGGLPTLEFLDLS
GCLNVTAQGLCDLVSVCPSLDHAQFFYCDNIDAGPYPDTASGCQNLECTNRVCCRLGE                      
>Nvec_XP_001638015                                                              
MDDVLSVPIELLVFVFKFLSARDLVAASTTCRRFREAALVDVIWQEICKRGFDICSYDGWGVSCFRELYSLVIHKYGGIL
GLWKANIPRYGGLVHITAESGRMLATLYRAPYSPKVTHPLRPRELFSLSLHGGSLRTHCLTGWNEEADKEHLASVHIKST
KKGRATSIEFRCHASENHNVRSEMFGTANYLQKWLKDEYDNENILIQRPDMVQLALLKYTELHSLYSDPILFYRLNLPTG
QLNTSVVVKPGVYKGTYSAHGLELVLLEVTENRVTATKITGDPNIPAGQVTFDVSLRDPSFPEDPRDPSDEKELAEEQRP
RPLSGRMPFNLPRSFTSDFSGFPSSCISRYQGAGQVAYHNYSSPRLTPGELIVFSDDLVGFLWHELLAFSVFSRCTEDFL
QR                                                                              
>Nvec_XP_001637955                                                              
MAESDHQPIRPVRQVGQEVTMFSSQYGMGRNYSASNLAGAGYSYPAYGDFVQAFVLRTYGRWWKIAPSCPCKLKCKTRTP
TDFISQDFADIAYEVPVYPKVINILETYNPGAVVRILALQTDTNMVHTKRRWVTLWSGPPQCPPPVARMFSPQIRRCDKP
TSLIRLEFNQDHLDYYTELDAVELMGNLPVANYVPSPQPANTMSPATSAVVSTTKLFKQLSISDKSQHDDPNRHPAGDNG
FFDILPSEVCHFIFTYLELTDLIKAACTCKLFFLHCYDPVWFKELDLQPYWTLISDTALAGIQSRCTGTEKLSLAWAGPY
GAVTAAGFENFLLSSCGQLICLRLSSCSFVTSHAVYTISRTCPSLQELDISSCKAIGEKGFLELQMLKKLERLNLYQTAI
TDTILVSALCSWPTLKHLNLGGCADITQCDDITQTLALHCRYLLSLDLWRQKSLTSDGVFNLANGCTQLQELEIGWCTNV
VSSSGCIQELTRKCPKLKKLFMAAIRSVSDDDVNEIAENCKELEQLDILGTALVTMVTIKR                   
>Nvec_XP_001637952                                                              
SAINNLPEDLLLNIFSYLTTPELCLASGVCCKWQYLCWDPVLWTSIKILNHQNSDINRVLRNTLTKLGSSTQGYCLTVRS



IKLNGSELVSDKGLGCISRFCIDLEHLELIGCCCVTSKGIQEVLMNCSSLRHLNVAGCSCLNSICPPSFNGFSITENGQF
LKLRHLDLSDCVAFDDMGLRTVGLSCGLLENLYLRRCTQVTDVGIRHIANNCRQLKELSTSDCYKVRDFSLKEMAKNIPT
LKYLSVAKCPVSDTGIKYIGRYCVHLKYLNVRGCEAVTDAGIAFVVQNCLKLRSLDIGKCAITDSALNTIGIHCPQLKKL
SMKGCDRVSVNGIKCIANQCCNIQYLNVQECNLDYDTFVYIRKHCRSCIIEHTCPAFF                      
>Nvec_XP_001637876                                                              
MYSNHHQNGRINYSYTHNSRSRFELQHFNTNEDQATINKKLPKELILRVFSFLDVVSLCRCARVSKLWNVLALDGSNWQR
VDLFDFQTDIEEYVVSNLSKRCGGFLKKLSLRGCKSVGDYALRIFAQNCRNIEDLVLEDCKKITDSTCISLSTYCSRLSL
LNVSSCGQVTDNSLNALSKGCSKLHHLNISWCCQISTQGLKLLAQGCRQLITFIAKGCALLTDEGLLHLTKSCTQLQVIN
IHSCENVRNAGVEQISKYCKDLRFLCVSGCIQLTDVALQHLGAGCPELRTLEVAQCSQFTDAGFQALCRGCHNLQRMDLE
ECVLITDSTLNHLSLWCSGLQKLSLSHCELITDDGIHQLGASPCATEHLEFLELDNCPLITDNALDYLVQCHQLKRIELY
DCQLITRTGIRKLQAQLPDVKVHAYFAPVTPPPSVGGGRQRMCRCCVVL                               
>Nvec_XP_001636708                                                              
MAADSDGAKVSIMTLADELVDMILAYDLLDHRDICRFAQVCSRFNAIATSNEVWRRRCVRRWKVWRKFSSEDWRQVFRER
LQIEQKVLHLIERLTRNAFFKADVPDKQYTDMTDIIEMHDCDSKGHIENTLVELIEVDLSVQDLTHKHYADRLLACLQRF
KLIKEWESLLCKPEEEQTLVNGAVLIAQWVQYDKPSEITNKVSQELERLTEEVRQTVAVSTELQDTTCPVTDQRFLEAVR
DVMFTKENFSGNTEDYYDLDNSMINEVLERKKGIPITLAVVFTAIARRLGVKVEPVNFPNHFLLRWKCNHDLQAADGSDY
QYIDCFNGGRFLSKDQCMNLISPMLRGIHAGNIEPQLASARDVWIRMLSNIIYVCQTTTRLDSRLRCLRHVLELKRMLCP
EDRECRLLQARVFVHLGINLTEAIETLEYLGSWNNSDRLAFLLQDAKNQKDSETEDETQRLKPKLRSDPRHSKVIYKVGM
VMRHRRYHYGCVIWGWDPFCNMSDAWIQQMGVDRLPNGRSQPFYNVLGDDGTSRYAAEENLVIETGQEFNRHPDLGKYFK
AWKGHRYIPNYVLQNIYPEDNLDA                                                        
>Nvec_XP_001636076                                                              
MEVNLNSSSAFSKKKSSKSRITSKGDINNNSNVLVGPNEFRKIKTASIKPYASSEKDGFHTDKFKTKNSAWTPVLNPYNN
NKLYQERVDLIGHWFSMWTDAQCKKFLSFILQRCTKSQMKYLKLGYFNHPLPIYHQDFTTVLPRFISMYIFSFLDPRSLS
RAAMVSWHWKFLCEQDEIWMPKCQRFGWFLPYKPDVNKYGAWKNHYIMCYSTLDVEGPSEVKMAEMYGQFGVVPPDKRSS
KRKSKGKEKSARKSKEILYYRQDNHRPPWIYTDQNPKDLDDARKALLDGYDPNHSTALDSLRRKRLGLNTRPHQRSQTAP
VGGSTRKTERARSASAGFSVEETQRFDLDDKEPLSSTRMTLSEALSIEACVDPSVVEQAWPNTIPTSPVRSRSCRSNVKL
GDGERCVTKTRAAKKRFPFGVWKDLTRGIHPSAHDSVTGTRRSTQSCPAVVFISSEVPAREVLLSSVLFETVAIPYEYES
TTLEALLERLKLVLDGREAKCVAFFAVGDCGTIRLVRGGHVTSASLHEPEMKFFWESVTTSVVHKSRGGHVDIFIPLTET
EPGMDLLVQLGLLTDMQISCPTGMTGSYAGVESEWLYEPEGVRPSRLYFNTEKLGAWSNLLDYLEECSSLVRDKLEPCFS
EEHKRLCQRVIGESVFKFFGLSYVDHLSGVANLIVEATNKLRKETTEYGKNELLEQIIEQLQAAKEGRASPKKSRKTTQE
SLEQSDEDESDGNDEEKHKFPVGTGKSAGERRTALAQEILSSEVSYMQTLNILKEVFKTPLQAALASNRAIISLPNINAL
FADTDTLLAISRVMVDELSKRLANNNWDSHQVLLSSVLFETVAIPYEYESTTLEALLERLKLVLDGREAKCVAFFAVGDC
GTIRLVRVSSHATESAYTVTPSHATESTYTVTLATLQRCKEQNPQFRAFLRRHENQPNTKMQSLAELFLEPGKRLKSYID
LLQKLLRYTPADHVDRRNVTQAIARIQDIADIFKQYNERLDRERSLQELQKTILNCPVLAERGRRLIREEDFALLTSPTT
GNDVKPEYRLFLHVGDVGMYLFNDCLVAAVLKYNFVPFKRLVRRSYKFQACVSLKKLKVQNVVDTKHKPELLRPKRYVGA
YLEFDLKNAFVLVSSKRMWLCQASSWDQKIRWITVLENTIVTAIEGR                                 
>Nvec_XP_001636065                                                              
MPERENLPLELWRVVLSYLSVVDLCRCSQVCLEWRELVRSLDSTRWRELFLGTKKWRHPNWPTSTKKDPSSWKETYKIHH
LTSKQWINRSIEVRCSPFFGTFRRRQERRVFHVGKGKEYVTIRSAIAVASPYDRILVHSGVYDEQHFFVLKFPIEIIGAG
ELGDVMIQMAIEQQSSSGRIANVVVQPGTGLLAQNSPVIIKVSV                                    
>Nvec_XP_001635830                                                              
MDFVDFLPLEVSTIIFSYLDIGSLLNASKTSRKWRRIISGIDIIWKKGCKVLDRVEVEMDIKLGFSWRKIATLNYGKNGV
MRRWLKGRYSDISSKDDIPKDILCPLDTESWGRILDKEMNRNQ                                     
>Nvec_XP_001635637                                                              
MGHDELKRKISDAIIYTISRALSFNEEQTDEPSANKSLPNCVGTRISELDNPVILKIFSYLSRADLLKAAEVCKRWHELS
FDRSLWRNVDLKGYCKTLMQGERITEVTEKYLVSNVVALDLSGFMLTDSILGTLANNCPELRKLVVKSVNFQTQGKEKEV
LFPKHLKFLDMRYSHGSLQIYKAITRCLQDIKWLGICDGFILALKCDGSNLSDVLRDLRSIEKLDMSHCKLATDAVLAAL
STSERLRVLNLRKCQNIQGEALEVLIPNLQSLETLILDGTSIDDACIAKVPWEQAGLRYLELGWCHFISSDGLSTLFPKV
AQMVNLEYLGLCRVGDGRSLTDKNLIQLANHLNYGICTNLNAINFSMCDSITDFGLRAFVRKYPKLSAVDATNCAGVRVF
SSEFDSSMPYGRKASLSDTRMDENNDAYTPRRRTGSRGSFSATQFALSKYALETPL                        
>Nvec_XP_001635571                                                              
MADVSQNWLSCLSLDNLPTIPLASVLSYLNARDLARCSRVCRRFDEICSSLPSWKAWCENGWFVTTCPEEKTWKQVYIEQ
FMIWGKYEHCYTAIRRAWNQIEDFTRTFCPEIYSSLNPGLTETEISRIEERHLKGLSLPLDVKCSYRIHNGQRLVSPGLI
GSMSISSHYQSESLLDLNVASSGLQHRDGLRNCLLISLCIYTGNGQFIALTDEEGHITGEIFWPSPDRSIIMVGSEVIPV
RMHKFHSALCFTDWLTEFADKLANNCYSVINQEIFKFEFSSEATTEGITVRTTTSFLPELSSVYPPLFFFTYRISISMDE
NWPISKKCQLTTRHWFITQGDGVKTEVHGEGVVGLYPVMTPGAVTEYVSCTTFQTPTGSMEGYYVFKYLDNKSEEFHVRV
PCMNFKSLPFVQAEDRIHRLGRIKLREALDKGEGGSSMVS                                        
>Nvec_XP_001634760                                                              
MSPAKNTLQTVCVTERVMDTYGFSSHSTPVIIGESPEESVASSIEFEIDSDSTSGVGNTADDRIEQPAPESATNSDKSAI
IRLSGELLKAKQSNWEVVDALSSAYDDIRDMRKREERLNNVLGSNIRNYASSEENKWAKGTEIKILTTQLQIRAEELVKA
RSDIRKLMIDRDKLKEDFLKAKSELTVLSLRDGRKESEMALARSNLRTLTSSLSEANEKLLSMRENAGYLENELNFKRIE
LERIKEERDALNAALREKEKQLLQLTKKVRELETSNNEFGASLSSKQEELESVRAQEELVLKEVERGIAEEMKTTRARLI



EAEARHEQDERTIAELTQRLREWGRQSEAVNAQIREANTKQSAAREQVTQYIEKLERELRNLKNHQQRDISKDHVSPQYA
PKPLLSRRKHAGRKLPHVKPPSLTRLNDEMSDFSASDQSSDTISVSDIEVHSGYSRKRSRRSLPLTPSDVEVLTSDGACA
DAKWSDVIPNIGSQPRRHTLDSGLGDSLRAGSNPRYRGKERSTSCTDVKLDFAADMPRMPCAVYENTARRVTGSPGNNCS
LAAKPSSQYTEKLTDRESLTTRQDKERHGKHSDTRKQNEVSLRRYLSVDRLRARKRRVALGLVFRYLDPLELCRLATVCR
EWRSLSEHPSLWQRVVLEDKEVNNMTLLSISRRCSPLQVLVMKKLRRSSIPPKTERHKNPDTCFTFAGTFTRNLRSMTYI
SDKFPASTEAFWPLHDCRMLTRLRVPPMSPCDHPYRFNDKSCEAIASHWPGLRSLTLGGPGISLTGLLHIARGCQRLQEL
ELDRVCHVTEDAAYAMCQQGLIGLRCLFFTFTPVSPDAILQFYSACPQLELIAVHVGISDYFTEPRDADCIRMYDHVVFE
LVNLMEDKTELSRILRIKADYG                                                          
>Nvec_XP_001634686                                                              
MAEPSTSFEDGAWSSVISRLPAELIEKILMFLSSYGDLEQARLVCRVWNRLVSRIIQQRLRRFYECVANGKLNFKVVPNT
SRFAPSPRFSHGCCVSRNSMYIFGGCSPSNTAFNDVFELDLKDHKWTRLRISGSPPPPKECATMVAHKKRVIVFGGWCQP
SRTGCVSNARFHNDVHILDTTTLTWSSPCSKGVATGTIQPCERAGHAACIVEDRMIVFGGAQRQSRFNDVWVLDLNDMQW
STPLVRGRRPSGRFGHSQVAVNDKTILIIGGCGGPNMLFSDVWLLDLIQWRWQEIEVRNQKWEAPQLWCHPAVLVQDKVV
AFSIPRQQSQ                                                                      
>Nvec_XP_001634638                                                              
MAAKVVQTALICSFPDNVMLNIFRYLDIKALCAASKVCRRWYHLGKDRSLWKAVDLRPWPLALRILWKVVRNRLCETVTE
LQIKGFLGTTKKHENISFSLLEEIKTKCPNLEKLTLCYCDMRNVDARCLPGTLKSLDLDHSIVPLNWFDSLDVDLFFANL
LELNLTYCTRVSDQDLASIAKLTQLKCLNLSNCYRVGDNGIQQIATNLTNLLHLDLSNCTDITDLGLHHIGRHLVRLKYL
YLTCCRRITDTGVEALVHSMAELQGLSLAKCRELTSTGIVTIAENCKQLKHLDITDCTLVNTQGLDTIRTTLPNCEIQGP
>Nvec_XP_001634369                                                              
MASVDINRATPKELEHLNGIGKNKANYIIEFRDALGGFSCVDDLSKVPGIGPHLLEANRSDLHCSPAKEPPETTEQEEAS
PPKKLCTKPKTVRILPHKSYGRIKTDTCAVSAIEPRCRRTSFCTQPPAGLKDWIQVFQQWDPEEKKYAIEEIIETCEPSL
VRHMMGTIEPRFQRDFISLLPRELALYVLSFLEPSDLLHAAQTCKCWQILCEDNLLWKQKCREAGITEDPHGTSKLPRRR
STQTQNNTAPTPTTKHHPSPYKKLFMVKQKIYWNWRRGPLRPSKILKGHDDHVITCLQFSGSRVVSGSDDGTLKVWSALS
GKCLRTLTGHTGGVWSSQLSGHIIVSGSTDRTLKVWNAETGYCMHTLYGHTSTVRCMDMHEEVVVSGSRDGTLRVWDTTT
GNCLHVLVGHLAAVRCVKYDGHRVVSGAYDFLVKVWDPETEQCIHTLQGHTNRVYSLQFDGTYIVSGSLDTSIRVWHAET
GQCLHTLVGHQSLTSGMELRNNTLVSGNADSTVKIWDITTGQCLQTLAGPNKHQSAVTCLQFSSKFVITSSDDGTVKIWD
LQTGEFIRDLVKLDSGGSGGVVWRVKCDEKKLVCAVGSRNGTEETKLLVLDFDAQE                        
>Nvec_XP_001633417                                                              
MSRSTSKLVENLRTLHLQSGAHGLLGALEISPHENYQQNGNSSTNKAREISNNVAALPIDLVGEVSKDISKYKVVSNKCK
VFVGNIGFKVRARELKDFFGYFGDVVYAQIIMDRVKKRSKGVHNLLPQPILPRPPIRSHDRNFNRQWYFISRNAATKHLK
LLTRECNRKIAASSQELLHHRTLLERSCTNNAYIFYCRKLDSMALSLKSLLENRRNNKYSRRNLPNPDNDNTSTITPQAA
PNTNPPPVATPAPQRRRRRRRRRRKNNSVVTLDSTSVINISSTSLSPDETSVLARGLTFCPTPRKIDWSQVNADIYDFNR
RMRLAEYFFNEDKPNDNDTLSFDRGQRSNSDVLLQDAVKQFEKTEEKWQGSVFSHSYYTGDPGYLSAFGVTVNNLNHDML
LYIFSFLGMKDRVIIERVCRRWRTLAAKSWNSVRHLQFNHIFSLRNGGLTDDIFLGVLRRGTASLVSLDLSASASLLTDF
AVHCIARHCRNLKFVDLTGVEVSTSSLKSLSQKCTLLEDLKNRLRKVRNCFFMLPASMESLNLRQCARITDVGLKYVGMR
CQNLKIINISECFSLTDAGFLELTQNCSNIEALTFVQPPKTVTIHGLRSIENLKRLQELNISQCAAVSDEFLFALGQSCI
CLTPNISTVHMAFRLIHSVSILCSSLNIEACGPAITDAGLQSLAPCFQLKKLVISYLDEVTHDFINHLGQNINLQTFIVR
ACPGFTDEGVKCTLRFFKDLEHLDLSGCLNITDMCTEHIMTYYGSVTTTRPRLTIVLGGTQVTEECAHALQTRCHGCKIL
MDDLSNEMLRTDRDPYFGMRDFYPEFDEEDDDDDENEFEGDMANGDDHFYEDFLEAEDPALLNDYENWS           
>Nvec_XP_001633312                                                              
MADISALPDSVIVFILSFLRYPRLISCSRVSKRWYRLCYDISLWRKLWFSSSHSGKVTGSLVRRLVPRTNSYILSIDLEG
CTSIDNEAVKYLSMFCPNVRKLSIKDCRLVSDRGCIALAQNSFKLTSLKLPMENITSKGLVAVVKNNQLLKRIYAYSRAV
TQATLNCIAGNCADLETLIVYESCLDEDESGSIDALTDKMLITLADGCRKLKELTLRYNQVLLSDLSLVYAASKCRQIQQ
FVVDYCDRDHEITDIGVTALARFCDIRCLHLSNGQISDNALLVIAEYIPNIEDLSLEFSQVSDVGIFKLMQSCRKLESLV
VHNSDNHERGITDASAFMIGHYACEDFRLLGIAFADITDKGLKYICENTELSSLSVSGCGKLSYAGLKSCFEDLGCIMSL
DISFTEIVETDNQLLEMGQALPWLDSLDVTDCIGISREGISNFKARFPFCKVAV                          
>Nvec_XP_001633072                                                              
LPQEVVSYIFSFLPLADIKSSARVCHLWAKASDDPLLWKNTTATLYTKSKTFPDSLIYSLQCKSQQCLTSLSKLDISWCK
GLGDSAVKTVATALPSISHLSLAGCKEVHLSSWQSLGKNLKSLSFLDISRSDITDVILLKFAEVPTLSLRSIDLSACKQL
TDNGVKFFIPDSKSSVLPLQTLILNGCTMATDNFLKRCLPAMVNLQQLDISSCLHVGDSGMHVITELLTNLKMLKISWCA
NITDVTDATLVNVSRHLRSLRELSFNGCSLVTDTGVIAIAQGLSQLQTLDASKCDGVSDLSVFHLAKHSSRLTHLDLSMC
SHVTSNGVDEL                                                                     
>Nvec_XP_001632960                                                              
MITIADDVIIAVFRFLDMRNLLSASLVCRRWYRLTQDSSLWTDLDLAQYSTKLQPAAIHRLLSQSFAPLGRRLSLATCAV
NSETLVCVRQRCHSLHILNLN                                                           
>Nvec_XP_001631721                                                              
MADEEEELLKFRLEWEKEIKQQDDVKNKLRKKSCDVKSEGDLKKDLLEGIFQRQESKRPQELIINGGEGKSEINKGSTAN
EEIIRNKKSEIILLSLPNPEGSTGENEKCTKKQKVSKLDLEESHRSGTPLLEQLIFDIDEVTAIPFFDLQLPREVGMKIL
GHLSMWDLCQCAIVSKSWKSLAEDELLWFKIGVDKGFMSKCQLVVEGSNWKRHVRDSIMQNRRQQQRWRERVCRITPMDY
ERGGSLSAVGMSNSLVCAGYSTGTVLLWDFEGHDGPSYKLMDPLIDGQERPCVTATCISNGLCAAGFENGRVNIWQNMFP
HSPVNNFSVDGPVKSVAIATNRELSVVALSENEVRVDVADANGRWRCRQQKATESKLQHMHLLQSTRTIYHQYVILTRDT



IELHDTSGIDNVTLIDQVIGGKITCSDCTADTLAVGIGSYGYGILGNKVRLYQVSSCRLLALLSGHHYEITCINVRDSPP
NRLITGSYDRRVRIFDTRCESPTQTLCGHSDYVTTVQMDEWKVVSGSRDGITCVWDQRMASMLWSTHARHPVRHCRFSRN
RMLTANIPEGQFTHENSWYADDLILHRKNRGTLRLFDFEAENVSLDVPEICSSNYDDTTGYNYNIALATPYDVIDE    
>Nvec_XP_001631378                                                              
MASILTGKPQSEYILSLAEILELVLSFLPARDLANSSQVCRLWRDTVSRIFRLRKAKWTSYLVHHGPNTPCSSKLSMDLM
IAQIVDYLDNLRIFPAAAIVFISRSAEFCEPRRDEVRTLITALKSRLPKSCNVIGCVGYGVIGCQENAPPEELEMAEAVS
VLLMPRVQGVSTHLFNMSCTDVRNNRSFKSRWEKSLNIPAEKQLKFALLFAKGDIFNLDIIGKVASGIWQINSCEDGEKS
NVVIIGGLVDSLLFVDHELKNTGVIGLGIAGPNVHAVSVVHHGETQSGVTKSLKQLNGFGIPCTDSSGVCFMVSCVGRGE
KFYMAKNVESQIFKQVFPYIPVGGFFGNEIFLALPEEHSGQVFIMILS                                
>Nvec_XP_001631135                                                              
QAFLKWFAEFNDEQKNILIRKILDKCELPQMHLLSVLMEPILHKTCPSNCQDMLAWLPHNVTSVIMSYLDPVSLCRCSLV
NRLWHDLANMPALWQRLCSNDEWKVSRVGEKQQFQRHTLPSGIIQWKKMFAERFLLRKNWLNGRCDVRTFEGHTQGISCV
QFDDTRIVSGSSDKTIKVWDLSREDTSAVLTLAGHSGTVRCLNLNGNRLVSGSVDRSIKVWDLSFESYWSGASCKVTMVG
HMHTVRCLQVDDEKVVSGSYDKTLKVWDIKTGNCKLTLRGHNAAVLCVQFDESKIVSGSYDNTIKVWSLVEGSCLMTLAG
HHDAVTCLNLTLDRRKVISGSLDHNLKFWDLATGKCIGTLDWIRSEGHTGVIRCLQSDSWRIVSAGDDKTLKMWSLESGQ
RLLTLRCHTDGVTCLQFNDYRIVSGSYDKTVKVWDFSPKHEFLSHG                                  
>Nvec_XP_001630901                                                              
LPDDIWLQIFSYFSVKERASLARVCREWNILCRDSRFWGAVDFRSCHVSGEITDKIVESVVAYSCKIRIIDFSSKRCHAV
TDTSLTHVANHCPGLQRLNLTGKSLITNRGLGAIARSCGDLEQLFLSGCSRVSDRGVRTLASKCPKLEKLSLSNCLRLTD
KSLSAISRKCSSLKTLDLSGCVKITDRGIKALSRYSEHLTDINLKDTTGISIEGIELLARGAPQL               
>Nvec_XP_001630879                                                              
IPDTVLLLILSHLNTQDRAHASMVCRRWNRVCRDATLWRMLDFSANGVPRKTKLRDRHIIRLISRNRRSHVGHIDLSGPC
CKNITNFTLFYVGQNCLRLRTLNISNCSRVTDTALEVVIKHCVEIEELDIGKCSAVTGAGVMLAVRKLRQLARLDVSGVT
MVTDMVLMYIGRFGRHLKYLNIEGSRKVTDMGLSSLSALRKTLRHLNLKNTKRITNNGISSLLSRLQKLEKLELGFTRKS
LATIAVLNSVAQHCKQL                                                               
>Nvec_XP_001630820                                                              
MSDCVYQIEKHQTTILSLPHRDVLLRAVFSKLSFKTLFSCRAVCRLFKELVDIYFQTLHEFDIERLGRHASLSNEDWNTL
LGKCKNLRRITLKKYKKMDLEVLARIIEQNPLLESLDLSEFGKEENHNQSLDENTDSKCVLIALSQCCSNLVELRLSLCP
WVNSSALVLVFKSCRKLENLDLSYNFNLNEDCLETLAQYSSSKLRYLDLRNCSFTKEALSKVCWSNPGLTFLDVSGSYNI
YNETLGTIAKSCPNIEKLYLNNC                                                         
>Nvec_XP_001630715                                                              
MKGQFEMTIHCLFPEILALIFAYLSVRDKGRVAQVCTKWRDAAYSRIVWRGVQARLHLRRSNPFLFPSLAKRGIRKIRIL
SLKKSLSFVVQSLSCIESLNLKGCYNVTDTSIGHAFVKYLPTLTVLDLSLCKQITDSSLGKIADFLKNLEFLDLAGCCNI
TNTGLLLCSWGLVKLKHLNLRSCRHISDAGILHLSGLSNNINAHGNKNLTTLCLQDCQKITDNALRHISKGLINLECLNL
SFCCGISGAGLAHLATLRSLRELNLRSCEGVNNEGIAHLAVGGLNLVCLDVSFCDKIGDVALNHISSGLNHLQNLGLNSS
HITDEGLCKISRHLRELRVLNIGQCTQITDQSIASIASNLICITNIDLYGCTKVTKCGLEKLMHLPKLRVLNLGLWQR  
>Nvec_XP_001630330                                                              
MKERSVTETQSLEIESFISAATYPIRYIAKLYQIIHEERQREVVVQPSKARTDFKKKIVTRESSVMELRFNDLPVNLQLY
IFSYLNAKTLSGIARTCKYWKMLSEDKILWENLLWTDLQKWKFINHRSYPYTYLETNSELTPKQIYLRCCPECQKIQQTT
RNSFTSLLLHTLPASMFQRHPPKVVMFGPGLESDTHKLVQKLLWDKTISPATVDGMFPGEFEGIGSGVCLKIGGSKMNLI
TLYATNRAEREQNAREGRNRVSKLLAAAPPQPEADGQEDNDDGNDLRTVEVSHGVRLLCQNVDAFIYVVDSSAESQRVNI
GDKELQAMMNNSKSQPRQPLLVLSAVATQDTLPLSCVRVTDMLQMNKLNRPWQVNMMCVENLDGLLEGMTWLLKQVV   
>Nvec_XP_001629413                                                              
MSSIKKKKNEVEIISNDSKKQEKPSIERLPDSVLLQVFSFLCQRSLCKLALVCKRWRDIAFDGSLWRDVSLGGLRHYYIR
SLIGKPLGRQLKILSLWTCTVSPENITALSKHCQQLEEFYLRRNTIKMQKMRSLRRPRFPRLLILDARDLQENAGFVMKM
IRYTPSIEKLALDSSMDGYFDSSVFENTPHLQALDCSRCLAVADKDLGVVAMSCPKLEYLTLVRCYGISGTSLPSIIRSC
VRLKSLSLAYTSVTNEAFQSCNFQHSELRELDLSHCPGVSSTGVLSVVTKLKDMTYLNVNGCSYGFGVDRQILRALTCYT
SLQVLDLDALDTTQGADDDLVAITERCARLEVLRINKGIATVNGLKQCLKNLTHLKRFGIVNFRRDYLDRGMEVEHVLNA
LARCCCKLEVLELGDFRDRENRRKIKAFTRLMRKCRALNKIAIFTDNRDMFVMAAEGRIRAKRENIRLIQPTMMCPTPRV
VTPLPTGCFDRVVYGDRFCIDHDDPWKARLYF                                                
>Nvec_XP_001629342                                                              
IPNELLLQIFSYLAAEDLCSVAQACSRFSTICQDELLWKQLYVEVFDLRKPLIRSEDGLAKIMEPTSAACWKESFRIFHG
AHHVLGPKHANCTVKQRLYGDDKVGYSTAHTIKNITVRMRSNISIVSKDAIKAVPKHGTIFVHAGLYQESLVINKPLSLI
GVAFGDPTAVTLQSCVNTTVKFEAGCSKAFLGHLSIKHTVSQSSQFSKHGCVEVQGECSPTVFNCKLTSLSHAGATVYVH
GRGARPVVSHCAISDSENVGVFVTDAAQGLYEDCEITNTKLAGVWVRSQANPVMRRNTVHHGRDVGFFIFDQGMGFYEKN
NVHNNRIAGFEVRSWANPTVVGCDIHHGMTGGIYCHDDARGEFLENKIYSNTYAGIWITSQSNPTIKNNEIFDGQQGGVY
VFGDGRGLIEGNNIHDNALAGIQIRTKSNPIVRCNKIHSGLHGGIYIHEGGQGLIEENEVYCNTLAGVWVTTGSTPTLRY
NRIHSGKQVGVYFYDGGCGTLEDNEIFNHKYSGIQIRSNSNPTIRRNKIWGGQNGGVLVYNEGQGVLEENEIFDNAMAGV
WIKTESNPVLKRNKIHDGREGGVCIFNGGRGILEENEIFRNKLTGVLISTSSYPVLRNNRIFDGGAAGIEVTNNAGGTLE
NNEVFNNRFDGICLATGVKPKLKNNSVYGNRSEVSSAVEFGKCLFQVSGNSCYPMHDFYKCNTCGTSDGFAICVSCVNAC
HQGHDVRFVRHDRLVVFVK                                                             
>Nvec_XP_001629334                                                              



MASNTSNITEEVRKTVQQEISRVFSCLPGPSGLNFGSAGSSASSNKSNDTLTFEEFYAKREESRRGDFKPARKRLRPDKK
STTKATPKDVEVKVALAYRNDGMIKRSRGKVQIVRAKTTSSKEDILASAIQKHSRFDKTFDESRDYTLLYPDFSEVRCIP
GTENQFTLNEYKEALGKEYKRLTFFIIPSYEIGKAESDCNQAEWDHSQLTAQPNPVENQCSHFGCFEEVHSYKKNLRVQI
GNSRTVLLEIIFSGPNRYAAASFPMTKLSFKTDGFELAKSSPWNDLCSVCASCGNYVILVQPVQQTKYSKHAPHALIGRF
HVSAPAAHAHCYGKCTCQKNIKTTKPEEMSCRIILPPSLLTHLSEEVLVVILEYLDFKTLITLSKTCRLFHRLCLSDLIW
RHRCKADFDLVTRWPEYSYIYLYEMFYKAEVLKNDHNFFRPVSQLKTSVIVWYLLNSEPPSHSVSHLTPSQAKSIWGLTD
ECLESHYEETQQDRDDNQEADYPSSYYEWSSLYKIFVKKHGGIVPMQNYVLKRCLRNRQALEEHYQLSLHSSRQQKWYQY
LEDREMGNHKALKALTEHMRPTTHNYMLHQITTKYIDGRLKGGFRTVKAYAEFCGYFKNWLDAKSVKLWPPRQGEMVAQD
YRHCLKYVNRELTPLSEEVELTVNDFLSKAKPYIERLHEVWLWQNRRETAYRKEHRPSAVVREHRYCKDFLENGNLESFT
KLKLYFERKEIVVAWFKENGWMHPLLGDYVVRPLRPACISSADLPTPHYNTGCIQSLVQRFLETGLRSDFNKIRKKLSDM
AGIQLQNLVRKSRQLQESIQQDVMKEDCVYQLAVLVTTVNGLTVLWTYGQHLRILDCSSLESVLSVGGLKSVLTSVKNLR
EICLDHCWTSVTEENILLLGSNCPKLRAIATTRCKGVTDKALQSLASCKELEELNFSSCFQISDNGLVPLFQSCPRLLEV
HVSSCYGVTDRSVQALAKSCPYLRDLDVSWCHVTNEGLEAFLTSPTSLKRLRIKCCSKVTDALIWKLTQAGIIVNNFF  
>Nvec_XP_001629260                                                              
MEEKSWADLPDHIIVSVLSYLRLPQRSHVSLVCKSWHEAFCSPFLWHSFRFTFTASEDFKYQRCLDKLGQYFRRVEVCCD
QAEDKNRQNACRAIEALAKLKKRRVEHISIRFIGENPLFYAGKEFIRSLKTLFGPVPEGTEAILGLKSVDLRKLSIAFED
DLFHCLVENNFKILEELNIQNASLVCKVTSGCILKLVQKCRKLICLATHYGSITEDILLAFTEDERSALQNLSILCRREE
KYGLDISSKTWTVLKNKLPGLKVNLAFDSSCPMFKVNAILKPEIPVSDLRLEVQARLVCQVYFAAEHYSGTLETLSLSTT
NSPELENALIHLVTACTYLRQLYVFQCYISQNAKTEILKRRPELKRYLLKTRETDTFFP                     
>Nvec_XP_001628719                                                              
FDRWTDAQRRTILDIIIPKCKQHQLQHVFSLLDERIPVTHVDFTRKLPRVITVYIFSFLDPRSLCRCSQVCWYWRYLAE 
>Nvec_XP_001628310                                                              
MKLRIRFGSRRELLDFPGLDDVTAQEVEDSVSNLLSLQNGNYFLSLNGTSPLTEDKYLNLSELGIVSGDLIHVVMCRGVE
CTSASPAVQVAQVSGPQAVDTTSPSTSTDSGAMEREDERCSGKSTDKRIRTESQQSLSALSAQEVTVKHIKISDKIDESE
AGSSAPEESSSGGSGSGCAVNVMQPRVLRLQDGISYLLEKTYNQADVSTLHEAVCVAVHVLMLETCFNPVTKKDDEGSKS
DKSEFRDQPLFIGSGWKTKRGMEFQYIHPACPGTSCYIVCASLGPFVLAHGVTEGSEIHKCHIPAAEYVRGNVDLKRKGA
VDVFHNLARLSRMVKDHVVYPLLSSMRHELDLPELYGFMAIPSEVKIMVLSLLPVRSILAMSSLCRELNSITNDNTLWHH
LCFRDFGTSHRNHVTNWKVEYVRIYKEKRVTRIYPPLYMSPEWITGRSPASMFPEGPPGIIGGRSDVYPNLPFMPGGFHQ
PGHAPGPGMHPRFDPFGPVPEMDLFPGRHPRGPGRGRGRGPFGGNPPGPFF                             
>Nvec_XP_001628030                                                              
MAAGLCCLPEEIILHILSLLHASDILSLSRVCKPLYELTNIDSVWRSRFRSSQDHLLKLPSAEKQTTTWKKLYFKAGYAL
SFKARVTGKSGEMLCAEFVRKPNSSMVNGVRFDNESPREMTVETWIKLNPRKHDGIIIGCQSESVRPLVGHRGETYAESA
TTQEYYDKKSLAGSWSHRWPQYHWQIMHVGPDGCIRGSLEPYKFMKGPNLNDNKWHHVAITASSEMQILMVDGRAADSVN
FGIGREYHRRFMTYSQIGNGVISHGSSTPWDSNAMKPGHCGWYPFCGQIRELRVWSGKLPESTIQQNMYIHRIDMLQDEQ
YAVQGCKLIGYWPMTRLVSGPWPWQGSLVSCTSHLEENRENTSHLNMVQSHLP                           
>Nvec_XP_001628026                                                              
MASKQRHQKHLSTYLKSKKESPDKRTKSTPSKSQKNPQATFRSNQRSTLSKAKGGQDCMFERLPDELLLGIFKFLSPSEL
LKCAQVCRHWSQLTTESCLWENIFLKVPLGVRQLFSFEETKEEGFNWKKEVIKRCITARNNMVLKPRKEQRPRVYQGKPG
LQGHLAFLSVKWKLCFMDTNGNDHWVSVGRMLYHRHSVSVHWGSVTLPPLQRLKNLRVYAFVPVFYNKEWVPHKNSATTR
SLILQYDMKLKENIVEQKSALTDDDLVTLHNLPNGTTIGCWKASWKGGGEIAFVTVNLPHHKLARRILLGSSSQVCRIAP
HVPVLDDIDPRYGLHGYTAELMLRTENMTFLEHHFRDLRDAPGGGDYGSLLASPK                         
>Nvec_XP_001627201                                                              
MEAPDGDEAKRFASVWIRRLERSLLSQYEDNSSEQPIRHFDSVSFSLSHDDNETSFVDIKTGPEKRGQFYSDLPYLSSGI
SNDKLKESKCNIPPNSFDEYCPPEDRKSPAKSPRTIVSDHRVIKGGSPRVDLELVRQKRLKHFQLTNKSSSLERDNGTSE
CERTHLERVPGLSSNVDVPENMPYSTGALEYPNSFDDIKSFSPTDFGPLENKDHEDDHLRLELWGLRDAVENGQVDLKPY
LNCFTRHNQKSYHGKGGLEPSHVESINDFTIMSSLDLDRNSNKYNQYNMQSEIKHHNNGLQFRSNSPEKSDTSPDPSDAI
KIPTTPHKTVSPCPQIYGALYNGFETSDSEGSIIPSKKNGSKEGWSSRQQETSPKKSPNSGKGKEKILHELTQYLNSDRK
VVKNKSRNVKSPQNSEDLENLSSHPDENSAPLLFHVVTPNTTPRVTCKETGDRTEKEETKRHIARNNERAKYLIPDLAIN
QQSIMAKVCPKCKEINSQAANWCIECGTALIRTKPSFLSQEQQESYEEQCREARDLISAGLNKKYSPVNGDGPKQVSSNG
AKPLSSEISELIEKVNATTDITYDSYDCNQLSNYKRRWHKSSIAWSSFEKRQLQKPSSLQQSKKKDDPAGGSHGKNRSTS
FSGEKKKRPKSAQKKSSRQRTTSATYGPTVQAKEGERPQSASRLSGRNKDEYQRERKKRPYSTENIGKVGSKGYGEALEK
NYQEIKEQGNPFKSPLKKSIPAIPPLDLNDIDSYDRILTLIRYQSEPIPYLCLPDEIVLKIFSSLSHKDLATCALVCQQF
YRIAMDETLWGSITLIKKEIKSDEWLEEIGKRHPTSLTISHCRGNCVTANGLRSLFRNCCDTLEEVDFSGCSGGELIGES
ILLHISARCTSVVSVDVSWTNVSDNGVQALVENIIQLECLCLNGCQAVTDKSLRSIADRHGESLRIFEVFGCFNITPGGF
KMLAGKCCHLQTLNLGQCHKMTDSALGSLVSHLPELENLDLRGCKQIRDSAVKKIVRHCPLLKCLALANCPRITDVTLAE
IATNLPDIRSLDICGCSKVSDVGVRALARCCNKMESLDLSSTGEAVTHKSVTSLANYCSQSLQTLKLSFCADITDETVLH
LARQCRKLSLLHLYGCKRVRNLQGLRAANPLLSVER                                            
>Nvec_XP_001626830                                                              
LPEEVLIIILKFLPAQDLVNIRLVSTNLKHLVDESPTLWMTVSFPSIWPSQKNRAVLERAANVGNIEALIKLGLAHLYNE
GSNNTNASENGRQAAELFCTAERMTCDPFTWFFIRPPWAPSGSCCKACVFKNMVEYCSNAEPCDSLNKSLLFCIGKILSL
HEDEKRRSECIDWLQRASNLGSSHAAFEMWKMKSLEHALEPSAMLQSLRELRDIAMNGNAEAQYTLAMQYAAGNMGGASK
DHAAEFLTQFLQKSKALNSHKLFGFQTELNNTMRYILVDWLVEVALMKDFSSQIVHIAVHCVDQYLMKRKVQRSELQLLG



ITCILIAARFQGKDIVTIREASWLTDDTYSYEEVVRMMGEVMSCLRGEVR                              
>Nvec_XP_001626682                                                              
MADGNDKIFETWLQKFCDSFVKLTDTQKNCTIERLIPQCGPEQLRLLSTKLEILVKRDFFKSLPLELGFHILKWLDVRSL
CICCLVCKTWNKVISSCHDVWHTACERLGFASLQEKEKDIHWKRVYAKGVKRVQGLQDKGAFKVSYLFGHTARVFALSCR
GNLMATGSDDRSVRLWDIQSGHCLHVLSTHTCADILFDNAHVLTASFDNTVGLWEWQTGQQLQCYHGHTGAVFCVDWCER
LDLIVSGSADTTIKSWGWSSGACLMTRYGHSDWVIKVMLMSSAVNSLTHDKGEVVLLSMDKKSIKVWSLEEAEPCATLFS
NDDNISLHPRLQFDGRFITCASEAGIHLWNFENLQLVRLFEDSPAKWLVEYGELFTLLLDASNLHITRTQSQRTITSFPL
PPFRRSVRGSNFTSGFSDWLNSLNPVIQDKLVFAASMPDHSILLLKFSEVT                             
>Nvec_XP_001625781                                                              
MNLGRHIYLEKTAQAPSPSKDFHQLIVQDGEVLWRTWRISARKDQRYIPPSQRRVPWEDFDDDALTQMDIHRVFGDDTLR
LVHSLVCGDWLVRLPSNTVVHIASYLDLIDVSRLGSVCKFLRKVCSSDELWEKIYRSHCDTITDEIRELAKDVGWKKVFF
TNRLQLQVLMKRKKDKENALKKRASELKKQAEIEESHHSSAFLTKNNNDD                              
>Nvec_XP_001625322                                                              
MASSFCQIMETNIQDLPETVLLQIFHELANKRIYNLFRLRLVCKSWYELTKDSSLWKFVCFPGCDRLDVDVLSRVLSWCP
GAREVDISSCPLVNDQCIEVIATRCSHLRTLNVRNCYISDVGLRALATNCFGIKKLVLSYHDEVSITSEVLSELIRQCPQ
FEHLEILHKDEEDDAYECSFLISTDLIAALVNCPNLKSFHCVNATLLDDTVFDNCRNGHCLNMSITSLSLKSCNDLTNST
LNAFTYNCNALKELDVSFCAGVNDAGIATVSEFCPNLEHLNVRSCQCITDIAIEKIAQNCRGLRYLCVAGCELPRPTGNI
TDVAIQKVAAYCLKLSHLDVKWCQGVTDIGIGTIASNCPSLAHLNVCGCLAISDLSMLVVATCCTDLECLEIAECLRITH
SSLNRIAQNCVKLKYIDMQVCSYLQDLDFRKDNSVQLAMSHIDLSYCTKINDDCVKHIVTECTQLEFISLAGCHRVTDLG
LKYIACNCPLLQYVDLSFRGSQSSAHITDDSVMLLAKKCLLLTYLDLIGCWGVTSDCVALISQNCLYLKQFNVSLLFEVS
QGGESVSHVEGLVKKTRSAFSVKRVARSLRNGKSAQSFVLHISSLNL                                 
>Nvec_XP_001625132                                                              
MASFDEKALGLLTEFERFTREQQSELLKRLLLKCQPLQLRVLYAELKPLLAIDFASNLPKEVTHRILSYLPAKELCRVTR
CNSLWRDRANHNPIWHKLCQLRGWEKFGENQPLSLDNSTVYTIDRPTSPSCKTPPPAFSTGMLQPPTCRWKTIYIRAYYL
QKNWETGNYTIAPILRGHREPINDIACNGRVLVSAGSDNCARVWDIKEARCTHVLDTPHTDSVRCVQLVPPKCVTGCADG
VVRIFNVNTGACIRNVCIWNANSGKLLQTLRGHTDEIEFLVMRKSYVISTSWDESIRLWDTTSGTCSLTLRGHSEVAYCC
QFDDEKVVTGGGDNLIMVWSAHTGECTATLSGHTGEVYCLAFNDEIIASGSADSSVRIWSFRGVCLFTLEEHIGVVRCLH
LSGDRLVSGGDRKKIAVWNTKSGKLLNVVHRNPTLLHKLWADETKLITASPEKPGTITIINYW                 
>Nvec_XP_001625091                                                              
MADVSQNGLSCLSLDNLPTISLASVLSYLNARDIARCSRVCRRFDEICSSLPSWKAWCENGWFVTTCPEEKTWKQVYIEQ
FMIWGKYEHCYTAIRRAWNQIEGFTRTFCPEIYSSL                                            
>Nvec_XP_001625047                                                              
MPVFLDEILLQIFRYFDAFILTKICSVCKQWNSISKTPSLWRRLVLRRWQSQRFLFANVPPSSVNWRKVYQEIFQRGNFS
PDDMKYFISSRIGEDELVVAELREAMLQHMSKVLVKWAASHPFDGEDNANYPQFNRNFDFYYDTHNLQWTFIDKRQEYIE
DLMGYKLSSKLSRRARYIRPYQVMASCTMLYRWLVLFRSLSHDDHGLTFYRIWRQHLKHRETGLVFEVCDWKAAMSCSFL
NGKPPLGSYKDDCLELMDLLSHPNFIMHPHGLPSGVRLLELNPPDFSSSDTSLSRQTSTSSLVSQTINVTDIRLGPKLWG
MSGTESDEESDSYDSGYFTNCEYFISVNHWDVEEQHTLQTSVAESWSVMFTKREPHLYLVFDVNDESWYFYPVNQSITDD
WKDSYWGVRNIQCDDVIQSYQVLPLHGTRVEPIPSCLALYRLICLFDLNVRHYVSVNEADVWSVKLIHNQTQACVELKDH
NGWFEVLVTLTEELLAELNTVKVRPHIEMQSYSKTATSDCIEAMNIGGLNCSHVDDYDGDVDDDNDETDNCSIFSEPERQ
ESLFHYMDGFHPPDIEDDAINLYSDEQFKGGKAEGREGGSIESSNLELFKSDVVTLLTLLMNEKFGHPYGTIAGAVA   
>Nvec_XP_001624432                                                              
MALDGNGGKLSLDCLPEDVLFVILSYCDLWTLLRLARVNRTLNQMSSHDSVWIRIARRCANIRPSDKRADNSWKAMCRVS
VNWMRGYCKDRCLLRFKCNYMPCVQLGRPHQILISLGADIVIYNKSKKKNQAYRQRTLCGHTADVAKFVVCDAYLLSCSM
DKTIRLWNTKTWRCDGVLVGHDNGVYSVDGYRDTVISGGRDGVVKVWSKRSMSCVRELAVHDHVWCVGFNQSSRIALCGT
AGHSTVHAPLQLWSLESGSLVSGFRMEDRGKGRGILSVKWESPSTFLSCGYDTTVRYWDTRINPRPGDYMLYHQARPGDH
MLYHQEPGDHMLYHQEPGDHVFYHHQGLMIVCSIISKACNAFVIMCSIVSNACVVSWDDPHDSTVYCLDSDNKWMVVSGT
SRYGVVRVWDKRVRRSVRSFYAGRTSSSPVYSLRFNRTTLVVALANGLRTLDFSG                         
>Nvec_XP_001624298                                                              
MITLSRKVSNIEFDQQVDYMCKWLEAWDEIERSNIVEVLLSRCELEQISFLWTVVEPLLHRDFMYSSLNAFPRSSFSPVS
TPVCREVHKKLGKPRYRAWKLHRLESAVLHDEGEVHEWSSHTVLPIVKSPSPTRLIENTPSQTNDKSLQFKGSWKCKSSY
FGVRLPGISPLSRSPKHYTRTPCPRSAPPVFSKTSTSYVIRRHMQNEYKKALEDGDVTTDDARTWKRIYKSKSCPSMSTQ
VGRPYSKNRKQFPFSRSRQAPPLAWLPENAQCVVQWFEEKWDGSQRNHFLQLFLRILEPAELYLLSGLLAVRQFRDFISL
LPDELSLKVLSYLRPNELLVAAQVCKFWQGMASRDELWQAKCRLQYVGVPLSVPAIWKDIFKRNINLKRNWAEGRCKVME
ISGHTKSVFSVCECMNKIASGSLDRTVKVWDATTGNLLQSLHGHTRGIWCLRFLSSSILISGSYDKSIRVWNLRTGICAR
ILLSHEAPIWAIERKKDILISGSGDKTAKLWNIRQCKLLCTLFGHTGSVFCVDLDDAAKRAFTGSADRTVRIWDVASGAC
VGIVYAGLSNASAITSVSYDQDYIAVAAGNLVSLWNLANGTCSHEFKGHKARIESVRLRFMMVNGRKESGVIVSAGKDSM
IKYWDIERGTCIQTLRSHKDAVNCIHFDDTRIISASYDNRIRIWDFNT                                
>Nvec_XP_001622737                                                              
MEEYLSLQQGPLIPDVACHVFSFLQTHEKQAVALVCRFWRNIVYLPSLWKNVQVILPLEASEELFLGLRKRKITRVTVLR
STNDELSNMFTIVPNITHISLGGCPKLTEKFLQRQFCISLSNLKSLTIEDCETITSIGFKELIVHLRNLEVLDLTWCENL
NDECLRYVSHSCPKLRVLSLRGCDWVSYTGVNHGINSIVVKLIANHLPDLQYLDVKDCPCNITNNGMLGIVQGLCHLKSL
ILSSHPELTNVGIKHITNNLKSLTSLDLMDCCRVTNSGVALIAKEMPQLVQLNLSYCYKVSNQGAIDIGKNLKELRQLTL



EQTKITDKGFVYVCHHLPNLQSLAVGGCPITDKGLVEGSKALSNLEELDL                              
>Nvec_XP_001641803                                                              
MEKISICPTDRELSEKREDSLAEHDGPHLSYSKRESDELLEDFEEIIHLDEEYKVTKSKGIENRKSPIGSFQNQDNYCQE
DDGGDDHNDDAGVADARDAVQSNVFDLLPEEVILEILSYIPLKQLYTSIPFVSKQWYANAKNPLLWQKLTFEETKHLTLG
CFMSIIESRCPLLKELSLKCRSDLCSLDFLTMAKSSPLLQKLSLAFCSQGNIRTALQSFTEFCPQLHSISLEGCDINHDC
IHTLKNLCLKYLNVSHCTKLVDESLIDLSKQHPGLVSINFDGVQWITDNAVQVMVANCWSSLKYLWLDGANLSDDGIRLI
SRCPKLRIKKGVEFTAEALRDLFVNFQPQVTDSLTGLCHLTLAECLALDDDGLEAVADSCRNLKTLDLSWCWDITDKGLQ
YIILNCSEMRYLNICGLREVTGVPLRQVPPTMPHLTELDARQCNQMRDELLYELVVKVPKLIVIDYYGDYVVPGNPKW  
>Nvec_XP_001638466                                                              
MEILGTDVLLHIFSHLDAQSLCSCSQQCRKRNIRPHLGRAETWKERFFQLHFKCLYRRSSQREFLKPSYDELEKSLKRLE
RERYVILYVKAKNGIREFVKMAGFEYRLGNAYYEHTKSETISQKKRIILQDKASGSIYESPAAREMVGLGKGMQDWNIQP
GQLDIRTRENYTVFVQSTSVNRVLQSRTKVVYKLT                                             
>Nvec_XP_001637178                                                              
DLFAQLADEVILGIFKLLPRDTLITCAQVCKHWLSLVYDESLWLTVDMSKAKLQHGLLGRILLRGTRVMRIASSRVCSPL
LDENLGILPGVAPLSPSMAACNSLFRLTYLDATLCTFEDSTLLTLLLHSRRLRCLSLDSSNLSLSILRAIGDCHDLEVLN
LAMCTGITLQGVKALVNGCKRLTHLNLAWTHLSKESIIQVVQNLPLLRQLNLSGSRETMTDEAVLHLISNCIHLTHLDLS
DCILITARSLLAIIQETKIEHLALSRCYNIPPQAFSLCVELKSLAKLDVYGLLNGDGVEILKRQLPDTFINSCLFSTIAR
PVDSKYRGTIWGIRCQR                                                               
>Nvec_XP_001631966                                                              
MSNKIKDELASFRQSWQQEIQQHTRTSPCDTNSHGATSGSPRPGINRGSLTIEEKASKLFQKGVYLERNGKHYDAIMFYR
QAMQLVPDIEFKVNTADSLHGTSDDEEDEEKTSESEDENNFAELASMAGKFHQLSVSGHLCLPEFPPRMTHISVIPVELM
VYILKWVISSELDFKSLEQIAAVSRGFYACARDPELWRLGCLRVWGLNTGLPVVWDGSFRLMYIHRPHVLTQGVYISKTM
YMRQGEPSVNAFYRSMHVVEYYRYIRFNLNGSVVFLTTNEEPSSVIPQLSQPSNISLLKGHYRILGDKVVIVVEVPHTEH
QCHGRSRRGKKAAPLPYLENAFHIEFRIQSTKRKNHGMLTWTTYQI                                  
>Nvec_XP_001629801                                                              
MESLPEEMIAHIFSFFHQIYGKLLLLRTVCRKWKIIIDSSSVLWKHIHLDDTPDYFSGKRYLRFHGNLRVCLTRYKKYIH
CIRADDQKFFENIEIRNLLVNLTNLRKLDIPILRWTRYFANTLLSRNLLKHVTIDDYQREGFYNIPEFSVRALQAGVRSW
DMKSISRVLPSLEVLSLSCRRDKLIRLNIVSILGNLHLNELHLNVRPDMRRAGRVPIVGVPPLRELLHTQHANILTTLEI
RCLPVSMNDAVLFTKGFKSLQHLTLGCISTTNEDNTTLELRSESLKILHLSFMRNCTIEILKCEMHCLEGIAITECYNIT
SLEIDARILLTLTLRNNCSLKNIETKCSRLSDVEVRNCACLKWKDFQKMLRENQGIKRMELADTESESIEVNERDAPNLR
KLAISEADVVLKRVYIDCPRLEVLKMIGSSSPRKRPRGRHKGCSAFISSGSLRKVKILDVIYMDRINIRCVSLKDLLVVR
AGLLFSGNSLAIDLRAAESVGNIMLSDLALKQIHVHSPRIANLMLQSCCLATEKEGKCKVKIKCEVIEELRIIRSGIKRF
TLNVPFVRSLTLDSCHRLAALDVDLTKVKNIRVERCPNLATHYQGLRNENNGKNNEKNTGGNDDDSHDDEVDDDDDVDEV
ID                                                                              
>Nvec_XP_001627754                                                              
MDLLPDELLVNIFRHLPARDLIALSFLCRRFRRLLDSVQFNRYVSFRNSWGVPQGMICQYILKHANILTSLNLRNCYWMT
SIGTTLLKLKQLKALDIRGCSLPLEICLKVVERNSHLTDLGWSVDKQTMKLCEAEHMNPADISEIHKKVYRVFKQLMSLK
LDFFFGKSGCFQYEDSLWWILCCFLFKMKLNFLELAWPDGSMEHLRTTHEAARITIQCTDDKKERLFEFIAEGQGINEDD
RHLLEAWLHHFPHFQFTPVCRPGRLLWICPVFKTPLKLLRSNKQFVFSAIVESDDPICVDMACSPQLKLTSTIAKSLRYL
NLANAVIEDWDDFKGLDFPMLQSLNLQGTSCLLDSVGNLIRLKHLNLANVSYHKSQMTLDRHTLLSSLSCCTSLVSLALP
SCWASIPSGKEGKTTKQVGWKHMLNDFELIHEKFKSILGTNHPVNLQIPQNQVHMMKALCSCKLSPDVLTTLNNWEFLHR
LTIAGVTVPGNASFLVNIAQKCSQLEFLSLANLTPALSHSSGVSNLMKALSHCHKLKDFRLEQKYFDISCRFQSSLAAAS
SLERVCLIAKNGKLEKKGVIPWLTKDTDIWIEYLGVWAIKECDKFAFVLQCRKLIFVQIFCDVSKKDIADTRRLVKTRFY
KKRAGLTVAVYSYTETSGTSTRFDPDISLTTPNVHLNEITLFSSRVATDWRQVYWNGH                      
>Nvec_XP_001626524                                                              
MQKYRASTSKQCENHYCDHSKRTMEHSYTQSSCFFTPESAEKAKDMKDFGRVTPIFGLTSSVFLSPPSSSERSPVPNFKN
LDDVPRLDLQTEESDQESRISKSCSSRSSLLPEDRIIGKHVSDKIDIISELLTLGADRICYKICHKLGDSDLIRFASVCQ
RWRQFVEDFLSDRWRSHLRERRQYCTLKGKENLGTPQSSKDHPRPRIPLLTIDMNTAKSISQVVSITESSAVTTEMFVNP
QTPVSERRLCPRCTSPSNYTQVQNVAQCICERCGNEFCPYCLRDIENHTSESCQELRTAPEEKRQLRTRKAKKNQASKRI
RDSLRRL                                                                         
>Nvec_XP_001626109                                                              
MEDIVRSRAEFFDLPWEDVVFSHILSHLKLSQVFLLRRVCRTFHEMCSVYFKTSSSLDFSGETRLTSEALRIITRENISL
QKLVLKNCKNPLKEDALKDILQRNPRLIVLDLSGCSTLTNLTSFTIAEFCPLLKEIRLSECRWVSPDGIIQVSLCCKDLE
IVDLTGCWEITDHSVCSLASFCNKLKVILLNGCYSISDDSVRAIGRLCPSLTDLGLCGCWRVSXPAISHIGEYCSKLKFL
AVKDCRDVTEASLARLRARGVEVDIAKPMGRYSGLLPLHMHHVPMPEYAHWNVPSFNLNT                    
>Nvec_XP_001622348                                                              
MEDLPDEIVTSILDYLDPLAKLRLARVNKRFWQIATDPFLHRHSVFRSESYLAENFITSYIKRYGSNLHGLGLSDFYWLK
LPVISSIPMCCGNLRYLDLAGCVEIPVHMVFAIFKQNPKINHFGWTVPLDFIHNLKNLSLHQGQSALERIKVLSVLFEDV
VSLKLALLVYPMIIYKDGFEPESLLFIHIIPGVISPRLKSLDVVCLDRAQYMVQPKLSCVVLKISIVLKELVDTSDLSST
QLHKQFLSTRELIASASISPHGGIIKGWIKHLLVQKSHTIKTLVVAAPPFLNFWISLLGNGLHMCDIKTLKVLDISFCQD
VPVYWMSSVFHANSLRVVNVSHMDCVSGELLKVLAEGSPYLESLNLQGCHDCLQPIDGLKLLSKRCQKLRHLNLCRVHYH
SHTSCNELLRVISGMKSLLSLGLAGCSVISHIIFECPEQQSEMFDALAYCQHLQKLTIAGMDVRKGLEFLVKIACSCSQL



SFLSLAQLQGLEMSCLPTLTKALSYCWSLTQFRYGTKRPGLAVCLFPYDSNTRDLHDKLFNHAHEKAFPLVHLRNLSLFG
SQVATGIR                                                                        
>Nvec_XP_001622114                                                              
MAPKQSAKRRKIHSSCDASLYTTHQVQITSFFGNSEEISPGKQSNLAVKSKEERKRPRDETTLFPQKKMGDMNGKMPTSK
LCWNRATNSEIETGEAIIYQSSAGFNDLPDELIENILCQLPIFDLLLRCSLVCHRWNNIIGSTTKFIPMKKRYALLLHND
EQATNQINEFLISFNLIDKPQEMARNLPLNFVNFRSHNESLRRGLKSHSKYYLVRGFLKSSEEIKSAKRRKIHSSCDASL
YTTHQVQITSFFGNSEGNFSRKRVKPCSKKLHYRVFYALYLFENAFSATCSALQGSSSLSGCSSGQQSIHRYRSASDSVR
LTHEQVQVVKHDFKPMEVIKIIAFAGTGKTTTLVYFTKLRPAMRFLNVAYNKSIQLQAEKMFPRANVENRTIHSLAYRAV
GYRYRHKMISSIKISVVSSALPRDPSNYGNTFLHAKRVVDTLNNYIASNRQTITNTDVPPRKISVQEMLDPKQKYFDSDE
YIHSVTRDAAAIWERMCDPDDLELRMTHDGYLKLYQLSNPVIDGYDCLLIDEAQDCTPAASDILLRQPCAKILVGDPYQQ
IYGFRGAKNAMEMVQSTRTFYLTQSFRFGPEIAYVANCILESLMGVHRKTLVGGAKPGGVFGDKVGQVAVICRTNFTLFS
EAARLCRQKSNVKVGFAGGLASYNLDRILDIYKLFMGGTSGIKDPFIKRFKSLLALRQFAQNAPDPELMGKIKIVETYAL
IVPKCVAAIRSKACSAMERAGTSHLLPISSLLLKKTHSMTFRRSDISILSSFAIISLIVETHALIVPECVAAIRSKACSA
MERADIVFSTAHKAKGLEFSTVRVTDDFSLEADFPGAEVDPDEKNLLYVAVTRAKKRLLMNRTLLRVLKTRGETFCSPCN
SSAISEVSDALTECLKCHAPFTQLPDIVLERPRIILVNMSTYRCLQMLYKCNTGWCLVPLVVVLGELVKYIIDYRLVRLS
TGGLVKYIIDYRLVRLSTGGLVKYIIDYRLVRLSTGGLVKYIIDYRLVRLSTGGTCPVYS                    
>Nvec_XP_001621869                                                              
MAVLLFLPDQKNAGFLTLPDEICGLIFSYLHPIDDSLLRLAVVCRRWRDIIYNTPILWKNLSTTSANNLVLSASTKPLFD
KQEHENYERKMAFKVADILQRFGRFVFRLNAKNISEQNLKRVSIFSYLRDLKSLRVIRLNLPCEKRLLSALGDSNNLEEF
TARGVRLRPREKQLCRIPEEILLELGDTFPSLKKLTLCDFYISFDTVSEALAKLPLLNELRVKYRLEGGCYGGMDSSYIR
NYRRCDAGLFLLLLSRSEYANRVVGISLEDVHISGTFLKELMDNFKSLKKFKLETFIDDLQPPIDDVNIESDSLQEIVIW
DISNIRTINMVIPNARKLFISDLHLDSLKIYAPNLDNLRLGPLRSFDENLESFYLETGNLTSLEVTELGQLTSFALETFE
SILYKNPKLENLVIEAFARRLCLNQESCPCLNMLCITGAVDDVEASGNHLRRLEISGDCLNPDSIALREVSLTARDCELV
DICHMPNLSTVNLRCDTINLMFLSDCIDELIQTRCATCIILKRTNIRTLDIDNVALGRIESKGESKIDKLKIRNCSIESL
PQIEPSVESLELTKCNELKHFIYASETLEELSLSWCEDLVSITLNCPVLRKLKIGDNQSLHCQGEDREEMEREIRANCPR
VDIVYQIEDTN                                                                     
>Nvec_XP_001621107                                                              
MDLLPDELLVNIFRHLPARDLIALSFLCRRFRRLLDSVQFNRYVSFRNSWGVPEGMMCQYILKHANILTSLNLCNCYWMT
SIGTTLLKLKQLKALDIRGCSLPLEICLKVVERNSHLTDLGWSVDKQTMKLCEAEHMNPADISEIHKKVYRVFKQLMSLK
LDFFFGKSGCFQYEDSLWWILCCFLFKLKLNFLELAWPDGSMEHLRTTHEAARITIQCTDDKKERLFEFIAEGQGINEDD
RHLLEAWLHHFPHFQFTPVCRPDRLLWICPVFKTPLKLLRSNKQFVFSAIVESDDPICVDMACSPQLKLTSTIAKSLRYL
NLANAVIEDWDDFKVGWKHMLNDFELIHEKFKSILGTNHPVNLQIPQNQVHMMKALCSCKLSPDVLTTLNNWEFLHRLTI
AGVTVPGNASFLVNIAQKCSQLEFLSLANLTPALSHSSAAASSLERVCLIAKNGKLEKKGVIPWLTKDTDIWIEYLGVWA
IKECDKFAFVLQCRKLIFVQIFCDVSKKDIADTRRLVKTR                                        
>Nvec_XP_001620976                                                              
QISTANFRDSSSLGRLLSSFYDIFQELKHHEEVENSCIMRTLQRRLTDDQIRAIVKDVHKHSHVQEILALIRKGFKKTNK
SKTLLTMINYETKLKRAIDEFERDIIPHMKHEEEVFQPLLMEYFTFAELKSIREEVVEPPKHFDNKSTCNKQLSDSESTT
DNDSDNVVAQSNGKLKAKSTQVTLIHNLPPEILNKIFSYLNPKDLCRTSQVCKSWSVFAKDGQLWKHLYPVRW       
>Nvec_XP_001620571                                                              
METHKSKQAKRKKKESASAANIGSRRTVSSLREDSQIREENSSIPEEDSSIKEEVSSIHKDVSTIREESLIREENSSYPE
EDSSIKEEVSSICEDSLIREENSSIPEEDSSLSEEDSSLSEEDSSISEDGPPICEVIAKVISPEVICGATLLGKMTHVQR
VQRHLQIAAIPVMTQLWIPGTRDPDTGGPSRTHIAELPESCLLRVFFYLDEAQLGRVARTCTTWRRIAYDCSLWTRVDLR
RYQDKIDELRLTKIIQSRMSPLLYKLNLSGLTLSPRVFRLLAKECKKLRVLSLESSTFVEQFEDAVNSFPRNLDYLDIRH
TTGDKSAFKIIALTLQGVRCLGLNDEIIKSSQDKSENLEKMFSGFSATKILEFSYCTKLSDDMVGHLAAFGLRLESLCLR
RCNSIIGKSLPLLINSCTLLTSLVLDGTSIDDDALMSVPWENSIISDVDLSWCRHLTEVGLCAILPKLSRLRYLRIVFIV
ANFPMEFDKLNNNMIMKSAVNSCVDRWPTPMRMRKLALESVMSWK                                   
>Nvec_XP_001619020                                                              
DFTTALPRFISMYIFSFLDPRSLSRGAMVSWHWKFLCEQDDIWMPKCQRFGWFLPYKPDVNEYGAWKNHYIMCYSTLDVE
GPSEVKMVMKMLF                                                                   
>Nvec_XP_001617443                                                              
MADVSQNWLSCLSLDNLPTIPLASVLSYLNARDLARCSRVCRRFDEICSSLPSWKAWCENGWFVTTCPEEKTWKQVYIEQ
FMIWGKYEHCYTAIRRAWNQIEGFTRTFCPEIYSSL                                            
>Adig_839v118992                                                                
MSLEQSSSSCNLWNDLPDCLLLSIFGQLTSPKDVLRAGEVCQNWYRISRDESLWKHRLQGQSCFNFQGNSGVVRPPSWFE
EFKWIHLNAPVLESQVLKLHTDEVVHVSFSHDGKMLASSSKDCSVIMWSMNGSYRFSEEDVCVINFAEKYWDCVQFTEFN
KNDTLLLVSGIRNMQSRRPTGEIIICEVKREEMLKVQFIHTVGNLPHSIRGAWMTEQSYISGKLEFAPPAVDHSSLSELC
LNHVDRREENQTSLARIVNYMGSSVKGILVARPPKSQEVDKFCLIFKHGAVTYVPHQVGFRWVQRKLSTFETSSSPNIDT
ALWHTVEEHCIETNGVITGMMLSPDHQYLYVNCRPWKEALDMKKVGTSFQYSPPDISEEMTLTCYSLATYEKINVHVGHQ
AFTASEKCFFIFLSVADKLVA                                                           
>Adig_1914v103387                                                               
MMATFSSLPDSVIVQILSYLDYSVIIRSTRVCTRWHRLCYDPSLWKNVYIRDKHASKIKGDTITRLIPHRSNLISSVTLT
NCTGVGDDTLIHLSSNCPNLRKIFLTGCNLITDSGILALAHNCNVLKTVSIPSKNISEAAMITLVQNNPRIRQLCAYSIA



VTQNTMDAISNGCPDLQTFIVDEASLEKDQRSSDDVLTDKMVHILARGCRKLRDLTLRYNQVLVTNRGLGSLAENCLNLE
SFVIDYCDSSGITDNGVCAMAQLCRNLKCLNISNGIITDVSLVVIAAHLPCLEDLSLEFSDISDLGILAVMSKCEKISSL
IVHNSTRSGEDRITDRSALVLAKFASCDFRSLGLGFADITNEGLKTICCNVDLFHLSISGCYKITFEGLKSCFNCLDCLW
NLDVSFTDIVLEEEQLLEIGDSLPFLHSLDITDCFGISGESIKAFKEKFPDCKVSM*                       
>Adig_2495v120330                                                               
MICEVMAFSNTADERDLDHCLEFSVTLPSELWLVIFTKFHPVYDDLFSLSLVCRRWRSLIVTNPYPSLWEKIVVKNIRNC
RLENTFLLRFKNILKRFGSRVKLIRLQKCHELFTDILLRYAPSLSVLNTLEIAGMPWSKRLLQELRCWKSLRSVFLEASC
IPDGIFNEDDLAYVAESFPHVRNLSLQYSVINNSHAVAAVKEVVYSKFSNHITCLLLERARMDTTDLRDIVKQSQGLKTF
GYGNDQIHGLPSIQQLQLTSKSLVEIELFQVGDFAEFHFVLPHLKTLILNGCTSVCEMSIDAPALRTLHLLLCVEVRNLN
GIYANSLNELKIRRCNSLIPEGLASLLLRNQGINTLELEVSWTSLQIDHHSGPSVENVTVVDNGERLTAVDIQCPKLKYI
LVKKSSSRSTILKVVSISSRNITRVILHDVPYLRKVNIDANNVQYLEVNFERRLDYVKPFEFTKLNLSCGSFPVVIDHLV
LKRYNLKALVFSMCNVRHISMEHCNLDCPIGNVIFQCGKTESLTLRNCYGSCQLNLSSDYLRKLHVVSCISLLVDHINLA
CPSLEVLSVSGLSSLPSQQEINIIASNKSMEKQGTTSVSSEVGSSVNGSAEKPHETVSNGVQYTHPIAVQPYAEVTVPQP
IDATQQFQLQAQAHQLQTTEVLIQNGDTGPKRLHVTNIPFRFRDHDLAQMFGQFGNLADCEIIYNERGSKVNNATPRPHV
KKSPGQNRGPYTNGVTFRGMRGVRRPSPVNKFSTRTIQPSSAVPTFNGAYTGTYDGYEQTYGARRIGNFTGYETAGVAAA
PYGGGYGPTNTYAASAPAYRPVAPPQAPPTGYTTGYRYAPY*                                      
>Adig_2553v120381                                                               
QDEPPRVQTYPPAPYQPPPGFPPSYSEQHPPYYGHAPPPFPPRFPPPPGYMPDFHRPPPIFGHPPPPNFRDEGFHGRPPP
FHGPPQQFDYQQQEYEQYTERGPPPPPVMGNEFNRGRPEKEEDFTVDEYDIPPEPPVPEPIIPSAMYYELPAGLMAPLVG
VYSEGWEQSGLFEFYKAKLKYIKDREEAEKLKVHEVQPSRSRSRSRSRSPRRSRSRSMSPRQRKSRSRSRTPRRRHHSRS
RSRSLSPKRRRSRSRSRSRSRSRSRSRSKSRSKSRSRSLSPMFKSNRSPDRSPTPPSFHPSYVSKTLEERIDESNVGHQM
LKKMDYWTLLSDEIILSVFQHLPKKTIVKCARVCKHWKRLAYDESLWRCVDMTKANLFPGLLGKVLKRGTRVLRLAHAKV
ASPLCDDNTSSFPDVVPLSPHSPSKSMFSLQYLDATGCSFESDTLLCLLLHSKQLTHISLESCRISTSVLKAISELRRLK
VLNLAMCTGVTLTGICSLVKSGKNTSLKQLNFAWINLTRATILHAIRNLPRLQQLNLSGCRETLRDDCVKQLVNSCPLLT
CLDL                                                                            
>Adig_3794v121405                                                               
MADEASGETLDITLLVLADELIDMVLSYSFIDHRDLCRCAKVCKRLNVIATGNELWKKKALSRWNVWKTIPNENWMIVFR
HRLSMENKSEWETYLALPDGQKQLEKGAMLIVRWILNEDDIDEQVIFSELDNIAQMVQESLCGNDSSVRIAVPSAMEEKI
ARTDAANPVVIHPAACLRLLNSLKHVLYQQLHFKGNVDEYYKKENSLLHEVLKNRYGNPITLSILFIAVAKRLGVSLEPV
NFPSHFLVRWKANQDPEAADSTAFKF*                                                     
>Adig_5180v104231                                                               
MAEEGSYLSSLPVIPLFKIFSFLDKQDVAKCSQVCSRFNQVASTLPSWKKWCEDIWLVEECPPCITWKQLFSQWQMKWGR
YQSCYATIKRAWTVIEEFTRLHCPAIYASLNDGLSEEELNETEVNKLNGLKLPNDLRCSLRIHNGQRLVSPGLIGSMAIS
NHYQSECLLELTVALSGLQRRDGLRNCIPISFCVHTGNGQFMALTNEEGHNWGEIFWPSPDRSVDNFEIPTMKMHHFLSG
ANFTSWLSAYAEKLENHSYPVVDNEIYTFSFSDKATTKDITIVTRTAFLPELSSVKPPLFFFTYRISISMDPKASVMNKC
QLTTRHWFITDANGIKEEVHGDGVVGEFPVMYPGAIHEYISCTTFSTPTGQMEGHYVFRYLNKKGTFDVKIPLLKFNSLP
YVFAEKRLLNVSEGKYGEECTSSGSDDRESTL*                                               
>Adig_6376v123397                                                               
MAVCHYPCPDEIDVFRGPHLRMKQLVYEAFEKLSTTNFKDDVSLASLLQYINSTFAELKHHEEIEDSCILTQLQHRLINK
QITAVVNDVHKDNRVLEILSLTRKGLKSTSKSRPRWNRHTFEDRLKEALQSFQKDFLPHMKHEEEVFQPLLMEYFTFEEL
REIKTRVLHLHAEFREHAKARVTDSSSDEDNNQANLSRGQENRDYDFEIPESERIEIQPAFKGRISDTKSGSAINIGSLK
DTKSCTHDNLSKTLSVKNGQQQPLLLHFPSEITLKIFSYLGPKDLCQCAQVCRQWSQAAKDGVLWRELYPVRWIFKKDWR
FGCDTEGNNCTCDCDSEVQISDSVPVNSAYTDSDAYKESYNDHESLTCENDSTTPSEMHQLLGFARYLVPVVGPFVWLLN
LGCCPMLSNGLAFKILSHCPNVRQLNLSQTAVSDFGLKGLFRKGYHLQLQYLDVSGCKNITDKTLIKLSSSLGKLPVDDE
ISDIEESSCDCHASCSCVQKTSFAQEPARRVLLYLGLSGCYQITDDGLRALARYGGLPKLRHLDLSGCLQVTAQGLMDLV
HVCPNLDHTEFFYCDNIDEGPYPDTASGCQNLQCKNRVCCRSGE*                                   
>Adig_7536v104892                                                               
MCSNHTNHTSYNHHHSRANSRSRFELYNFNTNEDQALINKKLPKELILRIFSFLDVVTLCRCAQVSKEIVVLNLSRRCVG
FLKSLSLKGCKSVGDSALRIFAQQCKNIEELCLEGCKRISDRTLEAAQCSQFTDAGFQALCRGCNQLQRLDLEECVQITD
STLNHLSLWCSGLQKLSLSHCELITDEGIRHFCGSPCAIDHIEELELDNCPLITDNALDYLINCHQLKRVELFDCQLITK
AGTRRLRAHLPDLRVHEYFAPVTPPPSVGGGRQRMCRCCVML*                                     
>Adig_8971v105871                                                               
MEEAKRDEKKKSNAYDVPSCLLSPESPGDHKFGRPTPIFDASSASCFLTPPSSSEKVVNSRTRLDNFQDLTKLNFELDDG
DRESSKQKSSQRTPLQPEDRIMIIERRCEEIRLDIISGLLAYDCTSICEKICSYLKPQDLYRFGCVSRRWRRFVKNCSLG
ERYREYIEQCEARKENRGTPNFQKSTSFDDLPRFPLAGRNLNIPQRQGQDQRSKVSETSTTQIYSSHTITPQIKNKLRPC
PKCMSPSNISNSRNGHCQCQNQKCGLSFCPACLRDTQQHALSGECNGLSTALEKRLAPHKSGKDIVGSKKTKDRLKRL* 
>Adig_10172v107018                                                              
MPEKESLLPQELWRVILNHLSVRDLCRCSQVCQEWRELVKSLDSTRWKELFLASKRWKHPNWPNYTQKEPSSWKDTYKIH
YLASKQWVNHSVEVRCAPCAYLFRRRLEHRRVLRVGQGRVFRTIKSAISAAAPFDCIMLQTGAYEEQHVLSVKFPVEICG
EGELGDVLVQIAVEQQASSLRIQNLILQPGPQRSQTSLPTILKVSTGHVQVDNCIIDQGHIQVSSPGSIVIRYCTFKNAF
VTLRSVGFSRIENCQFCSDESSAVVIEGLPPITRQRPISRPLDNWMLSNGISSLGLEDLYDLSVIENDAKKGAKVIGNGI
GSPNDIFPVIPMKPLECHLKANSENQVNVVTNSVSQSKNPLGLGCQKQRHYLDTQCREVVRSIHGCIVRNNHFAAGKGAV



LVRRRGHAWIEGNEISHLSHGVRCLTGAKVVILKNRIHDCSTSGIFFRERSTGLVAGNHIYSNKEAGADIRSGSDPILQH
NHIHSGKRSGVVILDRGKGIIRDNDIYDNKEAGVYILYRGNPVVK*                                  
>Adig_10677v107489                                                              
MEDEMIDYGFEEDSVMVIDGDDDXXXXXXXXXXXXXXSRKLYIEQSQACVKHFEKWSETQQVEFVEFLLSKMCHYQHGHI
NSYLKPMLQRDFITALPAKGLDHIAENILSFLDAKSLCAAETVCKEWYRVICDGMLWKKLIERRVRTDPLWRGLSERKGW
AQYLFKAQVPDPPSNDFFRKLYPQIKENLEAIDTNWRCGGHLLHRIFCRSENSKGVYCLQYDDHKIVSGLRDNTIKIWDK
NTLECVKVLTGHTGSVLCLQYDENVTVTGSSDSTVRNIKAEFLGSNLMTSRL*                           
>Adig_10716v107526                                                              
MRDHQTQLNSTSVEDEKQEITIQPSKGRAVWSRTDIERKVIVKEPIASEFGFQELPINLQLKIFSFLDSRSVCTAAMTCH
YWSMLSEDKILWMNLMQRDMHKWRTMGYQSCPSTFIEARSDLTLKQIALCLCYSVLKTGASAANTRLAFKLRQVLPALCK
SAVLNSKARMNSTGSYSFETLAVSKPHEHVIHVELNRPEKRNAMNKAFWREMVECFKQIADDSNCRAVVLTGAGKIFTAG
KSLSFSGYSFSRVKYKVGCDHHSDDF*                                                     
>Adig_10966v107754                                                              
MDNPKLPLELIDEILKHLDAISLATSRQVCRSWRDLHSQRKYNLVWRNACFRDIGEDVLIELRGSNADLSASSDMDWEDL
YKEWYRSRHIGEWPSVITELRGHKGPVWDVKFSGDRVISCGQDFTIRIWDTWTTQCISTILGHRNSICSIALRISLSKSS
GAANSPHDLLVSGSRDCSVKVWDLNSLLLAPYQPPTSSSCLVTFHGHAACVNCVAVDSNLVASASDDCSVRVWDLTTGQC
HYVLRSLENWVKFVRLWKQELLLCVTDSNFLHIRQAHDNKPYSSGKNSFSIDPK*                         
>Adig_11947v108655                                                              
MAETYNSSPFSFDELVHIFHYLPPESLAKCSQVCRDWCQAAQVGSLWKRHCLQRWNFCHLGKLKPGERTWKRYFVARDKI
ESGVATGRPGHDYVCKTLRGHNSQVTDVVFLTTNGIYDQEIVDNNAYPIIASCSQDKSVCVWNVREGKSLWRKWSHKASV
TSLEVIAHNSIFASGDVEGRIKLWEVSNGVPTELQGSHADVISTMQCGNNVIGKDQGDCSSRLLMVGFRDGCVKMWDTRI
TANPQFELMGQFGLRYLKLQADHLLATGSRFESTTKMFDIRYLVPDSWKGPELHSLQHPSDATVSCLCWVPTKQNHLIVG
YNNGDIVLWNGNSGQLVHCFKGHAGDVSCVCSLESTAVSAGHDHTVRLWDLNSLENVQIHKDHIGPVTGLYVDAYRAISC
SRDYSIRTYCWTRTGSSSSRSLDSKYTLLGGSLQRAGNGFEKVVCDYSACVGMANDVLKAYSFQV*              
>Adig_12082v108776                                                              
MNRLSSNLHKLRALHQQERSRGLFAAISYDSVLVEKPITSVQTTNCLGSVIIPLQSGELLQKAKEFCRQTRVVANKCKVF
VGNVSYRVKSRKLKEFFKNFGEVIYAEIITDYKTKRSRGVMAVCSAERKKRGRRTLNQETSLEEALEFYAKNDESGETDG
VMEDDSCRSDTKQYSEPPIFQLNEDAILHIFLYLSAKDRIRIERVCRKWRVLAIKSWRHTTHLDFQGAFASFRGVGGLTD
EILWSILRRGCHNLKSLDLSLSPHFLTDFSVLCIAKQCKSLEELKISGVEMSTSSLKVLAKGCSNLEKITLQGCYKVGEK
ALWWLFKDCKKLTYINLQGNRSLKGQCFFMLSPVCVDLYLKECNQLTDKGINHIGSNCKNLKNIDISECRTLTDEGILKL
TQHCCLITSLRFSQAGPDITSQGLQSIGNLALLRELDLSNNYVVDDSVLYSIGRNCIHLISLNVESCQVGVTNAGLHSLV
SCYQLSSLSISYVNKITDEGVIQLAACGSLERVVARGCTGLADMSIESLLKHCRNLTVLDVSGCSGITNCSLELFTLYYG
RGDRPFLTCTLGGTAVEENEILRVQPTLCQCQLLCSDFSIPEMTEAVPSYGSGAFYCEGNEDDDDEFDDFADDEEDDDDK
HLLNVLDDEEVWMAEDSLWWRPDDAVDFLEADYPSLLAEQLHRS*                                   
>Adig_12438v109106                                                              
MSVRAFDFTSSAYAKTKSFKAKENVASASKIKEKRNSENHLPGVKSSWTPLKQDLNEKLFDERKELVSNWFDRWSDAQRR
TILEILLSKCKNSQLQYTFSLIDNKIPITHVDFTRKLPRVISLYIFSFLDPRSLCRCAQVCWFWKYLSELDQIWMPKCFK
FGWILPFVPTPFEHGVWKRHYLESVMGLQYIRPKSPPRSPNGPVEKGMSRSQSQGSLFKKTNKKPTAHETPPWRGPDPHP
TDIKRKLSSEAPGGGCRRCHMSSHSENNDKHEHSHKKGTTAKSTKPRIRPANVSLK*                       
>Adig_12662v109313                                                              
MAAFLDEILLHIFGYFDGTTLAKMLLVCKQWRNIAKTPSLWRRLVLIRWPSQRFLYEKASLSHINWINTYQELTLRGNFS
PDEMKYFICCRVSGDELTETELRENMFFHMAETMMKWAIPDTFQQEDEFNTPGFNKNFELFFDTHDLKWTFIDKRREYID
DLFSCKTKTSTPARFIRPYQVIPSCLVMFRWLCLFRAYVTEEIGLTFYRIWRYRLKHRATGMNFEVYDWKAAMSCTLSNG
SPTCASFREDAIELLSILTHPNFLMHPLGVSTRKELYFPLPKGVSGRCHSATSSLSSGGVTSPRSPLTRRENFSFDRKDT
SPKHKVASSTTDSDDESDGGFDTGYVANCEDFISSKHWDVEEQNKIQAEVAGMWTVVNNNNAPHLFVNYDAYSNRWVFHD
CITSFHEPWILGAAEIFRHCNTFRGHGWSTEAIPSCLALYRLVCLMNVNARVYASMEDASIWALHLVHNTTRAVLHLKDL
NGWFDISASLTEDMQNQLREVSDKFTGLQTLQWYDISTPVPIPDNISDYVASDEDSEAGDKKAEDICCLTPVQSDDECQS
GSSGSEVEFDDLEEEFWFSSLAPQIMGAEETDLQVEDSEIPDETFVHGSNRFWSSLGSSVCQQDISAMPGVDGDVGACGG
DHPLNGFHHGDYQEHFDVTEGLRSQHFSDGSNNHKQPKCHPSDSEGSEVHSTESCDVTTLKQFKHDTIMLLNLLMDEKFA
HPYGTIAGSVA*                                                                    
>Adig_12670v109310                                                              
MAAFSQTYLSKDLLSSLSAEVLDMILSYLPAKSLLNVSECNRRLLDLCRNCNFLWKHLCKIDFNADLTVKGSFPSFFLLY
QLLYKSRIILEDTDHSTYSGYIPDWLYYWSALSTKPPLPGFSNLPAGRTKKTWGCESHFRTLRLNFEGLEILRTWLDENA
WITQVLDSDLIDVVRGAPSNRTVNNESRAQPVQALKKMVKVFLKSGRKVDFDKILKRLAESARIFLHSNLMLVDSLERSL
VAP*                                                                            
>Adig_12694v109353                                                              
MSLAQSSSSCNTWNNLTDCLLLRVFGLLTSLKDVLRASEVCQNWYRISRDESLWKDLLQRQSCLKFQGNSGVLRPPSWFE
EFKWIHLNTPVLESQVLKRHTDEVLHVSFSNDGKLLASSSKDCKVILWRMNDRYRFCEEDVCVVNFEEEYWDYVQFTEFN
KNDTLLLVSGTKNMQHIHFEGEIIIFEMKKEEMLELQPIHKVVIIPYDIFGAWMTERSYISGKLEFAPSGVDYVSLAELC
LNHVDKMHESQTRLAQILDYKGTCVRTPLVARPPRSQENDQFCLIFTHGTVTCVPHQIVLRWMQQKQSTSETNSATNIDT
ALWHTVEEHCIETNGHIIGIKLSPDHQYLYVNCRPWKEALDMEKVGTSFHDSPPDISEEMTLTCYSLATYENINVHVGHQ
AFTEKEACFYIFLSVSDNLVASGAEDHYAHVWHRQAGSKLATLRGHTNVVNCVAFNPRDQQMLVSASDDHTIRVWKSRQL



AKVTEENQQKQEELSPESSV*                                                           
>Adig_12706v109358                                                              
MSKAVNRIERSDISALPIEIISYIFRFLPISDIKCAALVCCAWSRAAEDPILWRNAFISLGTRRERFSNVLVDSLQRHSI
QYLKFKHMSTAAQIMQVCKQLGPNLKTLSLQGCRCVNTSLLEFLSNCCPNIHHLDLSRCRQLDMTKDASWLNDCAIVWRH
LTVLDLNACKDISNFLVSKIADTLPMIVNLSISGCKGITPSIWERLVRKVPSLKFLDISRSDMTDETMHKFSQLPQLSLK
GINLTACKQLTDSGLVSFIKYQNSVEILKLACMDITNTTLICIGKHMEHLRVLDLNSCRQLTDAAVSRVKSLLVKLESLN
LYSCYQLSNNGLSQFLCGLQEINQDIPLRVLVLNGCSSLSDELVSRFSTVLLNLQELDVSSCLHVTDIGLNSITDSLVQL
QSLRLSWCINITDNGLLGVVQEQKPAQGMKINQSKKARQGKQVSLRSYQGKGNENENKHLRNGDHFVIIGSSSHSLLLTE
HAENGLTGIENLGKLHSLDISHCTCITDEGLRRICRLKNLTFLNINMCTQITDSGLTDVAENLHSLEHLSFSGCTSITDV
GFSSIAVELERMVALDAAKCDNITDKSIVQLAKHGHNLTHLDLSMCSQITTNAVDQLEVSIPGLTSLQLRYSGARLSTKM
YSI*                                                                            
>Adig_13339v109940                                                              
METFPKEMLFLIFQNLHPLELVRLSRVNSQWYEVAMHPKLHRYFHFKDSLEELNLQDCYWVKGGPLSIALQRCHKLKSLN
VIGCEVSKKTICSILKLNENLKILEWSFSRNDLQTFASSFPENQRNELLRTFCSELNQAFKKLECLTITFQTWRNPYVQN
PTNSIMVSLINFGILIICSELCLKKFKLQWIEINESSCCCVEIAVEGNGVLYRKSSGNERMPLVYRLQDMLITALLSQLN
CGKVHSFIFPLWTCGTSLSHYLSVATKMDNVTSVTNINMGGFGVVHSAILSKQTLRYLNLAGLKFDGHLLQVVATSSPNL
EVLNLHNCLCPELLQGLKALTICCPNLTKLNLDGVHLQALDEALPNAFMEVIAKFNHLVSLSICACMIGPARGTMNTSNS
NNYSSTLSNSGKRVSHCAKLGSPMQNDSTPWQELSSESSFERMTRVCGKITDFELIRSSEHVLTSERSYSYRVNSASRSC
HSEASVYDTLEAVANWTFLKRLTLSVICDITVKASKALTDAVTQRFAQSRPGLVVSVVPIRQTQGDCLPHEIAKSIPLVH
FTEMFLFGTSVATKSPV*                                                              
>Adig_13527v110115                                                              
MPSTMLDSNLYPPKAKKFAHSYRNTNSGRLTCCGPPLHRLSTNTRIFQPDEMESRIILPPSLLTHLSEEVLVLILEYLDF
RSLVMLGKTCRLFHRLCLSDLIWRHLCRVDFDLRTKWPEYTYIYLYEMFYKAEVLKNDHNFFRPVSQLKTSVIVWYLLNP
VPPSQSVSHLTASQAKSIWGLTDDELEANYHESHREREIHDDFPSNYYEWTSLYKLFVRKHGGIRQMQTYVLKRCLRNRQ
ALEEHFQLSLHSSRQQKWYQFLEDGDAGNRKALKALTEHMPRVTHSYMLHQITAMYIDGHLKGGFQTVKAYADFCGYFKN
WLDAKSIKLWVPRQGDMVAEDYRACLEYVNVELARHAEEIELTVNDFMSKAKPYVERLHEVWVWQNRKGTAYRKEHRPSS
VVRRHKCYREFLEKGNLEDFTRLKMYFERKEVVVAWFKDNSWLHTLLGDNVLRPLRPACLSSEISSSHFSTDCVSNLVQR
FLETGRRSDFNKIRMKLSEMGSIQLQNLRCKSRQLRDAIQQEVMKEDCVFVNDFEERNLMNFLVSDRFSDYGRRIEVVTL
D*                                                                              
>Adig_13916v110485                                                              
MAGPGRPVDLNCATTEELESLNGVGRTIAKNIVEVRTVLGGFSSVEDLKGIPGIGQNFLDVNKDFLCCSPISSLSRRETR
GSSKGKTERPTSQRRSSAPKAPCKGQTTPKGTSSKSVKRKLSCGSGNRQDYEHEESQSPSPEKKFCTPGHKRLLKLLPMR
NYGTIKTGTPILSPVDSRCRHMTFCSPPAGLEEWLRTFHQWSLEERKYALDEIIENCEPTVVRHIMGTIEPRFQRDFISL
LPRELALYVLSFLEPRDLLRAAQTCKCWQTLCDDNLLWKQKCKQARIEEEPVSPVKSVRRRSNTFQQTNPNNKAVNSPFK
KLFMTKQRVYWNWRMGPLRPSKVLKGHDDHVITCLQFCGSKIVSGSDDGTLKVWSAISGKCLRTLVGHTGGVWSSQLSGN
TIVSGSTDRTLKVWNADTGHCMHTLYGHSSTVRCMDMHDGTVVSGSRDGTLRVWDTSSGNCLHVLVGHLAAVRCVKYDGR
RVVSGAYDFLVKVWDPETEQCVHTLQGHTNRVYSLQFDGVYIVSGSLDTSIRVWHVETGQCMHTLIGHQSLTSGMELKNN
TLVSGNADSTVKIWDITSGQCLQTLAGPNKHQSAVTCLQFNSRFVITSSDDGTVKIWDLRTGEFIRDLVKLDSGGSGGVV
WRVKCDEKKLVCAVGSRNGTEETKLLVLDFDVHE*                                             
>Adig_14194v110752                                                              
MAFERHEHCENCVKFYCNATDGCRMILCELGCGAQFHSCKMKDHKNVCQKCRIPCINSGYGCPAILPREKLKTHLHSCPA
SVIFCTMEWNRYPVYSKSRLSWVPFFQPNPVLVKGHLDVELAFRDQKILREVFRRRCKKGKAKVDLLRTSTITPKQHGNS
NANEPQQSSSLKPDSRKIAMASALSSLESKLRQLRDGGEYSGENPKTESEDLLVKVTRTNNSNVLFPDGSLIPSDSTDDL
EKPIDESDPLEIELRLLQLPKDDKLEVIEQEQEKAPIFLDDTIPPPPIHLPLYLDKPLGLNVVVETLPKFQKQFPMYSIP
CNQVFRRDEYNGHFKNVHSDIQGGLNGWLEHRCPLAQYGCTFVRYRLLPHSQTGSVIFNQELGSFGVRPCQNLSDDTPGE
HTADLLTSLPLEILEKVAGYLDGFSLCNFSRTSKLVREVCRNVLEMKGMVLFEWEKRIYDNGSWSWRVRQKRWYFSTSFL
SVDQWVHSDSPFMAAHLEKCKYFDHCVPLRQFSYCFLVPPDGNKAAGSCSGSKCQSNEIALEYAPGQLDDQMDEIALECL
MSDDTDTCNCTESSNSDSELHDED*                                                       
>Adig_14839v111343                                                              
MATISVPHIPEELIGKIVIFLPLKDVSNCMLVCKHWHELLSSGLFWKNYVQKNFDISDEEFPTGHLQVWQDPDFAYYWDD
NEDKSNIYVFSEPPRRWKCGIVHPANFTIESHKDIKYKDFLCAVRILLRIQEAATELELDCGAYGNESDGEVEVCLIPWN
KDSLPRAEDIINFFHFNPEMCEDPATESEVPSDDEDCADEHVSWNTLRSFSDDKQKAKTFFNWFKKTFTPFVRILIGCDK
MNPVPFFILAQLSPGWVGGVLTSLTLT*                                                    
>Adig_14892v111395                                                              
MKTSLTPRTLDLFKQKGNGTLDLIAPEVFYKIMVFLQPKDIQNCMCVSKKWKLLLSTSYFWRNYMNHSFDFDDDDNEELT
GILHELGSEWFFGWGHGTVQALSEGELFEEFPKRWKCGIVHPVGSDVRGNVDDYKAMYEALYQLQKLRGEVYEREIVYTG
SSENRGECPVDVTLFPWDHGKLPSQEEIMEIFHFNTNLQLDVRFERSEKSFAEDKKLESIFKCRRQAA*           
>Adig_17137v113414                                                              
MDFLPDEIIAQILSYFHPVYEDLSGYSLICRRWDRIIQNTGLLWRHIHLHEDREAREALHDDYAGVLFNCLKRYRLFIQC
IKAEDQSFFSRPELRRLLPTLPNLTSLNVPVLSWSRVFAQSLKCAPVLKSLTIDDYRAFVRRRQCSQSGPTRIHKRGIRL
WDLRVLARQFVSLESLTLNISAIKLYRHCILPVLDQLNLKEFYLECAPYGVDELSFESAASLAPIKTLMNSRHASTLVSL
DLHYLPITTEDLVCYVSNFKRLKQLFVGVSAEHNVCAPSPMELSVGDCEVFELSEQNCRTLTQLIIRDVTMRLCKLKVDC



PTLEYFKCSGESAPEKRKNGRSVGGCDIEIHANYLRKFQMCDVGSVNRVTVHCIKANVVQITGIQPWRRPVFLELKASQS
IDTVFLTGLTIGIVAIKSSTVGNVIIEKCSLAANIKTSRTMRFKCDEIRALRLLRCPRMRRFSLHVKCVQSLSIDSCSNL
RDLDVSASRLSHVRIDNCPYLQEIQETISRDSMVSHIDQRYTRQH*                                  
>Adig_17524v101530                                                              
MNFGEMQGPFIADVAALIFSFLDIPDKQSTAQVCRFWRSISYLPSLWRDVTVILPLDCTEELVRSLNRRKITRVNCSRAN
ANDLSFLFSYLPGITHLSLSGCPHVTELFLKREIPKLYELQQLSFRRCCGLSDAVLEACGPCLKKLTSFTLEDCDNITEI
GFKNFVKHLCNLEVLDLTWCEGLTDGCLKTLGECCVNIFRLSLRGCDWVTEVGVRHLVENLKELTELDFKWSHGINDATV
KLVTKNLPGILSLDVKDCPFVTSDGIKLVTQLLPKLKHLSFGGGDHLHFANSVQDIETMFLDIARLTELRCLAFDFCDCI
SDSAMQGLIRNLPNLTMLDVGYMETVSDDTADLIGTHMQKLESLSLSSQKLADRGVAAIASKLTKLKSLDLRNCEISNSG
MARMAPNLKNLKSLILSSHSKLTNVGVKCIASFAKNLTSLDLMDCCGVSNPGVAILAFNLTKLRQLNLSFCKRVSNNGIC
EVGRYLKELRQLTLDHTGITDRGFVYVSRHLPKLISLGVEGCKISDKGLSNAAGSLSNLEELDLGSNLITDVGIHQAVSH
LKGLTDMTLTGCMTITDASIESIVKEMPCLTHLGIESCLKITEESVERLRETSRSTISFF*                   
>Adig_17546v113722                                                              
MASAQNDHFSEDEGSLTISRETIRGEKRRSKCRSRVWEKVMWFTKKAKGGKDNKNSSDISFNSPDVGNSEWSVDNEKAKT
KVLNSMTLRYLKRKKVRRFANELGPGGDEEEVNILECGTATGTFHDFRSERRISRLELIRGTSNNNCLFSEMAKEMNPTH
QKSKGNVKSVLSLPGNDSSFERSRDDHLCTSPLFHQVRRCFSFSGPCENTLKKRLYDDDIPSYDLSLPPSKQKCLPKLRK
RATFSGFDSCRIHLRSHSVRSKIVQSTPHLPSTQANQIKNQNGLTIGAIHFYKSSAAYQKKQSSKKSSQEIVAFSNGEAL
EHSTEANSVVPIDHLLAKSEEKRVPIALVENDGFCCDALTCVPGKCKLNVVSDDKNCCDIMADKDINSSRTKRSCGQNST
ISAFLLKGEFSSSCIAASPDSSEENLAKDKIIVSCQTKTKGLNPSRDGSFSSGISCPNLASNVDHKMELDNYIDCGSCCK
PKDFTESVSKLVEFKADHSSFGSMQNVFLNKSSTQIPCEEELSNDNIKNSVTGGTEDGAKNPMQSPDKIRKDNIAHEFPK
ALSELQTSPLAKGIPLSAKPAVDGVQFKKKAGVMLQWFQEFNDEQKNVLIRRLLEECGVPQMHMLSVAMEPILHKSCPPN
CQDMLGWLPHPVALYVLSFLDCVSLCHCSQVNQTWNNLAKSPSLWKNLCGQLDWQLSRIGEEKEQRRYTLDGGTVQWKKM
FASRFLLHQNWLKGKCNVDDEKVVSGSYDKTLKVWDIKTGDCKLTLRGHNAAVLCVQFDDRKIVSGSYDKTIKTDSWRIV
SAGDDKTLKVEGLILRLFRHPLIALESLNSAKTKLPVGLWRFSR*                                   
>Adig_18417v101694                                                              
MESESSDEESEASHIAESDDVGASRMRRAVAVPNPPPGPPPEVRPKRVVRPCPVSPPPQSFSLENGQSHVMDRQLWLLVF
SFLSQADLCTCMRVCRTWNRWCMDCRLWSVIDLSEKRVVTPAALQGIVRRQPTTLNLSWTNVTFQQLKWLLARLPRIREL
YLSGTTEATAYVLSTVVCPRLKVLGLSWSVGITDALLKELVVPVSDSRACPGESRSPFLKLSTLFLSGCDVTGATLRLLV
QHCSELRKLDLSFCPG*                                                               
>Adig_18652v114679                                                              
MEALPNELLAHILAFLHPVNDNLAFLSLVCKRWKAVIEETPCLWKCIHLTQAYPFGSKENTRHRNILRLCLMKFGRHINC
LREHAITKTFTDPSLRDLVVGLTSLTCLDVPLLEWDVMLLKRLRCASTLEELNLTQYLDSEPLELMPWLFQQPFPRKKNF
LTPHHLQIIRYQFPRLKVLKLALDSVAFPPSTFLSFLSKVNLTSLELFGFGLLHTLPPQIIHYRDLCLKTIASSQRLAAM
VTRLELRTCPLCFTTDHLRVIIKLMKSLRHLFVGSGMIHRDCKSLLSIESDSLLTLGIDGLSTLRMQCLRCNTPNLKEFY
LANCLALNAVFVYSEYLELLCLRNLSSFYNLKCSSCCLIQFEVAACPVMPVSALRNFLTEHQTVKRLALIGELSGLTLYD
YMCSSLQVLNVLLYRVSRLSSIKVDCSTLETFVCDVYKQTPATRINLQCGSIADVSSTCSIFIRSRKLERVSINLPNVRA
ICVRCEELKYLSIMTSEMAGNRNTSLDLEVLARSVSIIYTKDCTFSRYYLRANHIESIILQSCELESSDQSIPRLNIQTK
SIDKVAIENCHNLECAELRFQAGRTSQHMSFTECNNLRTIVMSCAAKHFPQISISRCRNLNSILLPSGNQLDLSNVEAFG
RGLSFSIPKEYQSYKKLIRLGESCCNKASF*                                                 
>Adig_20307v115973                                                              
MERQIPDSVILEIFGYLSKRELGVVAQICRRWRRVAYDRSLWHVVDMNDFWPAVDEETLLMLIRTRLSSAKALNLGGCTL
TAKVAKELAKRCYQLRSLVFYGADVESETGHEGIRDFPTGLELMDLRYSWGNFKFMRRLPRHFTQMRYVGLGMDSSESLV
PDVFAKMRNLRILDCADCETLTDDALLKISMNCPHLESICLNECKNYRGKYLYRVLNNCKFVSTLLIRFTKITDEALMVV
NWERTIVKELDLTGCYFVTTTGLSNVISRLPDIRYFKMNQCGFRHILHLRIYQEVRPTLAYKCLETLDLRWNFLLSAECL
EGVLQQSPCLRYLGVSHSPRIPPSVIAEMFKFVSKLRILEFGPLRKEALSESPLVANLIKMCPLIEAVSLINFKLIDDTD
ANLVQELRDKCRHIREVKLCSPRIEHVAIGNSGETITVERLLIKMESLLPSPENTLGKVINKLLV*              
>Adig_20343v115988                                                              
MASRLDGESSVASVASIAELVELILSFLPAKALFSCRQVCRLWRDTAARIMRARQKLGWLSFVTFHEPQRTPCASKLSMD
ILGRRVMQFLQELPLVPAACILFVSRRPQYFEGRRDEVKSLLTLVKDSLPRSCVLIGCVGAGIIGTGDNGVSEEVETAEG
IALMLMPQTESVSAHVINLGQTEVKTNRAFKSRWEKSLKIPLDGSMKCVFLLAKDDDVIGKVASGIWSACNRDESKSDVV
ILGGLSESFLMVNNEVKNSGVVGLSISGNVEALSMVHHGDTSESLQQTLKEMKQSGIPCDKNAKTACFMVSCIGRGEKIY
GAKNVETGIFRKEFPDIPVLGFFGNGELGLDLHSCKGRPEKDGHFLHSFSSVFCLCSLSPQSMAEVFPLDVNDQIDDEDL
SDNEFEEGQLFDEPMENEESMETVAISEEIVNPKDEKVGPESFELLKVLGKGGYGKVFQVRKVDGRNKGKIFAMKVLKKA
AIIRSHKDTAHTKAERNILEAVKKIHICLKGGELFMHLEREGIFMEDTACFYLAEIVLAMEHLHNQGIIYRDLKPENILL
DTQGHVVLTDFGLCKEAVFENSLTHTFCGTIEYINGTLWTEVSKWKLFWLNQPSGLKARLGSGNDGTRPIKIHSFFRAVK
WDDLYSKKVEPPFKPSIAGEDDVSQFDSKFTKQTPIDSPVDSMLSESADKIFQGFTYIAPSVMDSLNKEIPMSPWRYTRS
PRKGTQPMR*                                                                      
>Adig_20595v102240                                                              
MAAERGTCCCSLPEEIWLHIVTYLDAVKDVLSLACTCKRLSELTNENIIWRRRFKVDNSQLLSLPSMSYVVKSNSDTREN
LDEESGIWKKLYFKASHALSFEHRHCPRVLSGLAGERLCAEFRVVPNSSAARANNIRFDDRAPVKQSVEIWVKLNGKKPD
GIIVGCQSESASSYRWPKFHWQILHVGPDGCIRGSLEPYKFMKGPCINDGKWHHIALSASSDWQCMFVDGHVVCSINFGI
GHELHRCLLIGHRPFCRYGGHFDFYCFK*                                                   



>Adig_21274v116721                                                              
MDTAYNSEELQLFRLQWKSELRKQEFDKEEPGSKSVKESEIKCTDCGRLVLTAGNVLENNCKNCSVQDRRCQKNFSLKNE
EVISEFSGESCETYGNLIISTPQTFTRNNNDAILLSLPQPTEQNYTSVCKRPKLQANSSELCNKSLVDQLIEDIDEITRV
PFFDISLPKEVGIQIFSHLELKDLCACAQVSKSWKLLAQDKLIWYRVGCHLGYVTEKDCAITDRENWKATVQHRFLEERD
VYAWHTSLSSSPLYHCHCEESIKSVTVATGDLPTFAAISGHQLQVHMSDSNGCWMCIESRNYENRIGHAIFIPDSGGVSS
TQHMAIAFQDTAIVLAPGRGLLCTVDHVIGGKLSCMDCTSDKLALGVGSYGYGALGNKVRLYSLESGKMLSLLGGHYREI
TCLDLANCPPNQLVTGSFDCRVRVFDLRNEKMAFAFNLGHKRMVTSVQMDEWKVVSGAEDGTLTVWDQRMTSTLWMTHAR
HPVRFCKFQGSQMITANIPLNRTVRGDLWYADDLILHRRHRGVIRLFDFSAKNVTEGIPEICSSGYDDTSGYNYNINLSV
PYDKIDET*                                                                       
>Adig_21477v116856                                                              
MSRHHKHLSSYLKSKKSGASTSQLPRDRAQSNVVGATFSSKSAVKVPVLSRTKNLGVCWLPDEILLKIFKFLTPSELLVC
AQVCHQWTTVTKESSLWKPLLPKFPKQVRNSLTFEEMQEKDFNWKEEIIKRCKNARNKEVLSGGDLAFITVNLHQHNLTD
KVVFGSRSRIFVPPPHKPVQDDIDPNYGLHSYSATIELRNHVNVIWGRQYRELYQRKT*                     
>Adig_22804v102806                                                              
MEEAKRDEKKKGNAYDVPSCFLSPESPGDHKFGRSTPISDASSASCFLTPPSSSEKVVNSRTRLDTLQDLTKLNFELDDG
DRESSKQKSSQRTPLQPEDRIMIIERRCEEIRLDIISGLLAYNCTSICENICSYLKPQDLYRFGCVSRRWRRFVKNCHLG
ERYREYIKQCEARKENRGTLHFQKSTSFDDLTRFPLAGINLNIPQRQGQHQHSKVSETFTTQIYSSHTITPKIENKLRPC
PKCMSPSNVSNSQNGHCQCQNQKCGLSFCPACLRDTQQHALSGECHGLSTALEKRPAPLKSGKDIVGSKKTKDRLKRL* 
>Hmag_XP_002164704                                                              
MTSIDEEMEPCRLSCVTRSMTANMNEKEKKMKEEKNKIRERKKRKSSSSFYARKKNRVKRKKYFHETRERKIELCDLSEE
VLIAILEHVSAPGLVNTSKTCWLFHRVCHTDSLWRHRCKNDFNLETKWTEFSYLYLYEMFFKAATLRDDQNFFKPVSQLK
TSVIVWYLTNPLPPCHVVGHLTASQVKSIWGITEEELEEMYFDDTVDRPEIFPLCHYEWSRLYTVFLKKHGGIIPMQNYV
LKRCYRNRQALEEHYKLSLHASRRQKWYQYLEDQDVGNREALKALTEHMPKVTYIYMLHQITAMYIDGSLKGGFQTVKAY
ADFCAKFKSWVEEKSVGVWPPRLGEILAQDYRDALDYVNKTLATVAEERELCAESFMRKACPFIEKLHEVWLWQNQHGTA
YRKEHRSSMLVRRHDCYRKYLENGRLEDFAKLRMYFERREVLSHWLKENLWLVSILGDVVIRSLRPPMLTPDYTFPVLGS
DPVACLVQRFLESGLYTDFNKVRRELSELASLQLHSLFKKAQSLEHSVITESVRPELYFIQEANRRLQQRQALMHPPHMY
FHPRSYYPCNTHRFR                                                                 
>Hmag_XP_002166380                                                              
MDGFGRSLRAREAKVYNDTKIDDVIEGKRQFCVEEKLVDKKFNENLRDVILEMDGQNFNLKYIQENGFNMPILFKRKDGL
GLKMPDANLFSVIDVKSYVGARRVLDVFDCDTHESIQMSVHQWVKYYMGVEREKVFNVTSLEFSHTGLDRLVKCPDVEND
LDWVQMVWPKHLLSEQKDTTNIIENMKYPKVRKYCLMSVAGCYTDFHIDFGGTSVWYHILKGAKVFWLIPPTDENLKYYE
YWVLSGRQQDMFLGDIVNQCHRVHLIEGDTFMIPTGWIHSVYTPVDSLVFGGNFIHSYNISLQLKAAKIEETTHVPRKLC
FPFFAELHWYVIKAYVDILERDLDERRILEFEAEDEGFLKAVKDDALEDAIKVKQKWANVYLTNYELSGLKDLCNTFRTW
NLAKFNFPTDLKEDGMYLIDRLEELLQHHEDDDQFLACQGVNIFKQLNDHVNPSEQKTESPQNNISVENMTPKKTTPKKI
LTEEIPLKPIFNEKFNKYLQKKKISLEGITKPSTRSKLKAEILSVPSKNKRKARIESEKLSAHAKKNKTVVRRVRCRSCD
GCLQKNCDKCRYCLDMIKNGGPGLLKQSCARRFCQNPKLPAYVECYICHNGHKEDERILMECSICSEIVHPECLKKSSPC
KMSKKVNNCWECPKCCTDKKAEKFSPQKARGHMSDFKRKQMVFKQDLSNEPRTEEHRHQPIKSLISNTKPLSNKQMINKV
QNLKEILNKSKLCVDKKIVVDIKGKNGHSKEMISKGNKNKVTCNDLDSNIELRKLKAPKHKSFDKVTENIRSTLTTHAPI
MVVRPGPFTQLETCIMSDGEKHPLDRKLWVQVFVYLNKNDISSCMLVSKAWNQWCLDNCLWSEIDISNRNLSISMLCGIV
RRQPSLLKLSSTNPTAKQLEWLLKRLPRLEGLNLSLSTAPTISAIMRVDCSQLKYLNLSWSSAIYDKLMIQLLGPIKLYP
VYCVERRLPRLSELILTGCDISDETTTYIFSNLKNLRRLDISYCSRVTVVGVEVLIRNEHVSKDVLQEVLCEGCSFSENL
VSFFRRFPQLP                                                                     
>Hmag_XP_002161364                                                              
MSTKIKAYKLLYINDRELSSDTDDTDYEIGKCYDERVFKKSKLKRKTTKHHKSTTLAVRKKSSRHNYDKKGNIDNNYPTV
DTWSVLPTEILSYVFQLLILLPSDVPNVRLVIRCALVCKHWCEVVKQPFTWKTADLSFMGGSKEATDSNIINLVKAQFSE
LKELNLSGWIDITDKGLIAVSKYCKKLQSLNISFCQRKEISKVSENSLLALAEKCSLKKINFSNLRVAKNYSKAMKNFLE
LSGINLTHINLSQNIALGSSLLTSVCRCCTSLKSLDLSNTSVRCVSFSNLQDSCQLLEELYLSNLNLEPKPFKHQDAQGF
PALKACSLAVQSFPGWLTDNLLLGITKNAENLTHLDIRGNSQVTRKGFFLCTTKLEKLFISGCEVSSDISELIFQRWSHS
LLYLDLSKIKPSQESMTDIVNCVLKCSKLTHLDLTGTSVFDVHIQHVLKSLPNLCVLDLTSCRSLSRGIKRLHSNEQLGI
LSEKIKNL                                                                        
>Hmag_XP_002154515                                                              
MTKENNLKMSENISKYEKNSLDISKILTDECILRLFAFLDLKTLSSVNQMCRRWYYISKDKSLWRSVDFSPYKITFEEPA
FENFTKKNLKDTIKLNLGSLYVTSKMLRSIADNCHKLSILLFGRSCVAEIKKRRRKSFFAKNLQTLDLRSSLGSFEFLVD
VDQKFPNITNIGIGPRSFGRYKLPYIFSKLTNVRIIDFTNCLEIDDNGINVLATNCQKIESICLIGCRHVYGKSFACLLR
NCQNLKTLLIRYLKINDDIFAQKIWDGCVIEELDLSACPRITWQGLFALLAQLKHVHYLNLSYCGEGRAVNDIVLSQMVN
SGMSTKLRMVDLRWSFHISPNALGNFLTKCKHLEKFGIYQSFQITADNIADFLIHLPSIKILEFGGSYQQELNRSHLIPM
LLKTAKNLEVLSLINFTSTNLIEDYKNIKTLITTKSKLTRINFCDSSPELVKIAKEIAQGVKQIKITVKWECALPPPVIT
LDSILNI                                                                         
>Hmag_XP_002161739                                                              
MVGGKCHWTVSQRNLAVDLVNQGKTYRQVQQKTGILHNTVSDIMKKYNLIRTTATKEGQGCKNKSSKSFDRNLIIQVEKN
RFIFARNWLSKLKRIMESNYAIRKSEIIELTDFSSSEAFSDMLTELYEAFTELKQHEEIENKYIMHILKRKLEGEALKKL
LIHLHAHSHIADILNQINKTNKKLRSGRYMDMQQKGTKLNAKLHSFYNDYVPHMIEEEQIELTDFSSSEAFSDMLTELYE



AFTELKQHEEIENKYIMHILKRKLEGEALKKLLIHLHAHSHIADILNQINKTNKKLRSGRYMDMQQKGTKLNAKLHSFYN
DYVPHMIEEEQVLQPMLLKYVSPGELKNIKNVVLQLHKNSKVFDLPIELLIKVFSYLGPKDLCHCSQVAKLWKSVAVDGR
LWEVLHPIRWAKGDWRFSSVSSSDENNCDCSPNYKLQTFNEYESFKYSNDYESYSVENDDENDEQFKKEVKILNGISCYL
LPHVGSSVKCLVLECSKAITNGLLFRILTQCKNLQYFDVSQTIISDLGLMGLFKSGCQELRHFDVSGCKNITDKTLVKLS
ASIGKTKRCCGSLCQEKVVPVECFNTRLSPKKNQSRQLQTLRLSGCYKITDVGLRALAKYGGLPTLRHLDLSGCINLTTE
GITLLVQTCLELEEFFYCDNLSDVDCQIQSQGCQNNGCANRVCCRTISARSSFDFLGVIFDENITWKQRTNYICTKESKG
IGILCK                                                                          
>Hmag_XP_002156947                                                              
MSKKIKKRLLESEFNENCLLLKLLSDHMILFVFQHLDSFSLSNAARVCRRWYHLTQDKTLTKHFDSRMKPLGLKQLWNVL
RKKLTISTSSVHLCGAKSPNKIEMLSLAFLKDLQIQCPYITALSLELFDFHSINIEALPINLHSLSLKGSILSLGWFDPL
KSGRCFTKLKYLNLTDCTKLCNNDLEAISYISSLEKLYLQNCYRISARGIPSITISMKFLNTIDLSKVPAVNNVVMHYLS
QLQQLLELRLRFCHLITDDGIRKLFHGSVGETLRMLDIYKCHELTNNALDVIIKQSKSLKLLDIGGNTKYTDSKVREVCR
LLCFCDVKWQANDIVSECFLNNYDYNQCLDVKRQSNL                                           
>Hmag_XP_002167092                                                              
MEVIRDVHRGIGDSKHSKAMASHRGKNTSYDNIAQRFFRYNIAADVTQKKIXXXXXXXKHSKAMASHRGKNTSYDNIAQR
FFRYNIAADVKRSKMNKPMIDINSMTIQELESLPGIGKAKASAIINHREVLSSYQSLSDLISVEGITKTLISKIQEEYVI
VFSKSKDQQCNSTLKNQNNILKRQYKLDSNISHWKTDKENPSPDKRCKNSDVSHDDLLLNNQICATSISSLCNSFLNADH
TVSYKNDIPYGMPQWLNQFKSWGREERLYAINELIGLCDMSIVRHMMAKIEPYFQRDFISLLPKELALYVLSFLEPKHLC
KAAMTCRYWRVLAEDHLLWKEKCSEYEMLCSLDDLPSQTSNYKQHFLYSHKLESNWRYQSLRAPKYLKGHDDHVVTCLQF
DGIRIVSASDDNTLKVWSAITGDLIRTLVGHT                                                
>Hmag_XP_002167987                                                              
MIAKMFELKEDPTKFEQLSWDSFIETKKIPLYGAFCTDFFWSLNYNFFQTDFLLTAKAWTFYNQTLMRKCYRSLYLYWKS
AVHNKYVLKQELEEAHNYYISKTKRKHLCCWQSWINYKKKKLIEFDQLVKKCFDKALQRCVFNAWFKHSIEMKLKREFFE
RKILESNEEILKDPVSVLPEKISVNIFSFVTLRDLLNCAMVCQKWKEVTQSKVLWSRIDLANSEKDSISNTAMMNLIQNI
PGTPQPTFHLMKPATGLFFQQPITTATVIETTDLTPETNNINETASSAKKLLTRKRKRDPKSWKCYYSRNKQGYCATWSE
ILSGRAGNDIASPFIKILERVTKVDSSIKNIITWCDSCATE                                       
>Hmag_XP_002154341                                                              
MAKTPELASASFMYTPPLSDEVSTSNRFICDIYKEKPPCFCLDDVDDNINKDKKVDFLKELLSKSMISTVCKKILDSLAD
RDLLRASHVSSTWRSIIRYVDIKSGRRMNRFLKKLKRSHEFNKENRECVKKTTLLGPLRLPLLTSNVNVEANTPSKLLKV
ESNTFLNSDTFLLTSKDKYKQCPECQSPSKISYQNVGHCTKCNTDFCIHCFYSKEKHSPTCQVMGGPGTLGSPRKLTNAY
CHQYSINAKDNKARLKRL                                                              
>Hmag_XP_002155360                                                              
MSFHEDILLEIFYNCEPKTILKCSLVCKYWNHVSKLQILWMKNVLKSWPSQRWLYGKASVSHLNWMKVCQELFQYSYYTP
DQMKYFVTCNTFENELISPILRKAMFEQVEYISQKWLQTSSFDQDDKSQVFDKNMELYFNIKELRWVFLDKRRGYMSDLF
PHKKKDKFYDRICNIRAYQVIPSCLLMYRWLCIFRVFLTAETGLTFYRIWRFRLKHYKTGLIFELCDWKAGMSSTFAHGS
PASDVYREDCLELLQLLTHPHFIMHPLGLNSKTESLYNSMIRASAGGCMRNASKCQKRKILKQKETYSPTKKKSPLISPT
TNTPFMVGSSLDNSCFVDLSDRLEKWRVKRKESLLKHSTSSLNADVCLNFISKIDSELSSASSDSSLNEIEIEEPLKELN
AESDIDLYDGGYILNCEYYISSSQHTDSIEEQHNLQATIAEYWALTQKEYLLQIPVVYDIEDDYWYFQPQDEISCLDTLN
ATNKISTCAKEPESNKCSLQFLENSNEIILVDTIPSALMLYRLICLFELNCNDYNCLNDTTVWKVSMVHKRSGGIIHFKD
YNGYLKIYVSVNQNCELNTLDTIFEISEFRDAVTQLLALLMDEKFCHPYGTIAGSVA                       
>Hmag_XP_002155493                                                              
MSALIPDFILLKIFGYLSLKELITVRRVSQRWRYISCDKTLWRRISIKEMGICEHLVTDKIVSCLTSYSKNIELLSLCDC
LNITDQALKKVSSSVSRLRFLDLKGCVNISDQSIEILSRSCLFLESVNLMGTLVTYVGLSYLVEKNKHVSELIVSSFSLT
MDSLRCISQNCINLIHLQAEPSLTFIDDKNKSVLSSDMIQILSKYCRQLTILILYYDECHLTNSDLIMLGKCCQHLECLE
IYLDSDSWLSDEGLVNFCLCVPNLLALKLNETKVTDYTLFAIASNCSDIEALTLGGCDGVTDHGFLILFENCKNLLSLSL
GVCDVSSASIYFMTKSSCAQNLIHLSLQSWKISDDDLLCISKNIPSLNYLSILKCKFLTNVGLRVAIVHWKYLNELDISH
TNCATCDFDLFYLANTSKDLFRIAVYGCHGVTKSGIKALEYIFNVCVEN                               
>Hmag_XP_002164618                                                              
MKITTSEKDKKKMVFNEVLYDSDINSSASKPDAAVFADEHNADELFQNFGSTIKVKIMINFRHEDLEDCTSVVSARYRIG
IRPQTAIIAAISNQTLFLKPYMFDMSPSNDLAAFNSSFEIRQALLVSMLRYAWYLIEQLVILVLADDDVDEKIKKKMLKK
LVKQSLQQHADHQNKNYMQKFLPDELVLKVCSFIRPKDLANLSCTCKRLRTLCDDLILWKRLYYNCYRLEAPIQKCPSTK
LYQVFNLISGPGKPELSWKKLFPFLIKANHITKDLMLIKSLENLGRKCFSSIQEGIDNSTSGILLIHPDTYMESLKINSP
VTLIGAGSPGGPNEVHICNSAQTVLKLGPGAGKSHIAFLRLSIQRQENVAPTRHHCIEICNDNSPIIQDCAAAVHVHGSG
CSPRIVRCKISDCDNVGLFISEGAQGVYEDNDIFSNRLAGVWVKSGANPIMRRNEVHHGKDAGFFIFDGGMGYYEENDVH
SNRIAGIEVRSGANPTVVRCHIHHGFTGGIYVHDDGRGEFLANRIHTNTFAGVWVTSGSNPTIKDNEIYHGQQGGIYVFG
DGRGLIENNDIHGNALAGIQIRSNSNPIVRKNRIHHGLHGGIYIHEGGMGLIEENEIYANTLAGIWITTGSAPILRHNRI
HSGKQVGVYFYDKGCGTLEDNEIYNHKYSGIQIRSGSNPVIRQNKIWGGKNGGVLIYNGGQGILEDNEIFDNAMAGVWIK
TESNPILRRNKIHDGHEGGVCIFNNGKGLLEENDIFRNSLTGVLISTSSFPVLRRNRIFDGGAAGIEITNGAGGVLQRNE
IFNNRFDGICLATGVKPKMLENNCHDNKMALAEAISAGKCLYQVSGSSCYPMHDFFRCLTCSSTENLAICVNCIEICHSG
HDVEFVRHDRFFCDCGAGTTPHTCKIALSSTTIVALKSSTQAKKTKSPRAGRSPSAKKRRVATVRCSRSSTRNQNRNQSG
VDNLDSMSSEIYSIGL                                                                
>Hmag_XP_002161491                                                              



MENTEDITIKYQRLGQEYQKARAQITVLKKAVIDEQAASKATQEILKQRDQEIRKFQQDIDSLEFRNSQLSKRVEILQNE
LDSYEKKGSKKQSSQTKNVIHEQELQMKIKENERLHKELQNFKEENLLNIQLLESKLEILEQEKQVYDKTIADLNLKNNY
AVDHLKGELNCLQESLKKRDEDLNLANITAEKYKLQLNNIHQELRCKLEKSTNLIKEKIPFSDYDNIYFNEFNIPACDRE
HQRLRVCSMDIKQEDVNSINMKVPTSSIPYTVAVNNYKSFVMSTTSSHTYKEQAANSQETIVRLEQEKEKWLIEAQLLKA
KYDKEIKKTLLLTEELQKCKTESLTRNEEAGSMLRNEENFISTGHSDWRGSMRSTSSVSSSSDLPAVLTKVGTVEILNKD
HVSSESENEVLLKNHMTNRIAQLTKQLQITDSKCIDFFHEAHSMYKQLVLADLNKQKLSNNILESNKRIEELQDELETTK
RSYEEQMRTLTDHLCGMNEKLTLQKDEIDNLKSGALLDKKNKSKYDFTTICIKDSYYESEGEDISNFLLLSDEIIIRIFS
YLPINSLTKAARVNKRWKTLTHDSELWHSVNLDNCRFKKEGMLGSLLHRGVAVLRLSKAE                    
>Hmag_XP_002170691                                                              
QLNTDDASVYQTKLKISDYVNSNNNRGWELKNFSKFSSKVKDFVVLRLCDDIKAICGIPEDEKSLDTLPIEIKQKLILFF
DYSTLGRMSCVSKNWNLLCCDEDVWKKIYKLLYGHQTHCDGNYKNAVKRYVIKKRQEKVERMKYFARPQQQNFPPDFRNR
HEGFDYPSPIVPGIIGGVHDLYPSPGFGFGFPGPSMPQGFFNPRGGRSAYRPPGARFDPYGPFTGEDEYTSSRRPHPDLF
QPPRFGDDRFDGGGFI                                                                
>Hmag_XP_002165313                                                              
MENIEIEDISEDGHFSYFSELPDEIIIKIFSYLSPYTDIKHSKLVNRKWNRIISTNESHSKKIFYESLHNGNIKWQIHKQ
SSYNIIDTLVPGTWSGKTRRSKVQLPNINIPFPRFSHSAVVLGRYLYVFCGSTSESNFSSSTYNDLHRLDLSMRTWQKVK
TEGLMPAPRECCSMVAYKQKSSKHLYRTLPYLGKLIIFGGWCQPPRNRVIIGPRFFDDTQIFHVHESRWQRLNLKCSPTS
RAGHSASVIQDKMVLFGGSQRINSAFGIEYNVEYNITKDWHFSTWAILRHGNAHLFGDVWLLNVTTWCWSQVKVNNAFSE
APDLWCHASVMINGDIITFSEEKECPYCKIPIQTYNVPRDPPL                                     
>Hmag_XP_002153780                                                              
MDPLNIFPGEVFEKILLFVTVKDQYSASQVSKQWQSFITENEYLWRNRCSVFENIINMKPNNMTWKETFQKNGSKDRVLK
KWKQGNFRCIQKYEEQLTDFICNLNVDMWGYLLDLEESYNQ                                       
>Hmag_XP_002161479                                                              
MDFETVPLKPLRDSLEENELIDNIKTTSLTCTNAQYEIEKEKCFKCFDNWSSEDQIDFIEDLLLRMSHYQHGHINIFLKP
MLQRDFISALPAKGLEHVAEKILSYLDAKSLRAAEFVCKEWHRVIAEGMLWRKLIHRKIVNDSLWKGLGERRGWINFLNK
YSQQANHSYFRNLYPKIVQDIEKLESNWRCGRHGLLKIPCHSENIKGVYCLQYDDEKIVSGLRDNTIKLWDRKTLDCTQV
LHGHTGSVLCLQYDENIIVTGSSDATVRIWDVHSGEMLNTLIHHSEAVLHLRFQDGLMITCSKDRSIAVWGLQSATDITL
RRVLVGHRAAVNVVDFDDKYIVSASGDRTIKVWNTGTCEFVRTLSGHRRGIACLQYRGTLVVSGSSDFTIRLWDIDCGSC
LRVLEGHEELVRCIRFDGKHIVSGAYDGKIKVWDLQAALDPRKPNSSLCIRTLMEHQGRVFRLQFDDFQIVSSSHDDSIL
IWDFLDTQPQDNTKGMHAYARKLTHTCE                                                    
>Tadh_XP_002109629                                                              
MANERQHSQLHHHPVVYSTWATHRDKKRIGRATFKRRRICHILNLPEELLVILFQNLSIRDLAKLRRVCTRFNDVISNCP
SLWRCANFHGVWPSVDNLLAMKRAAQVGNIQALVKLAIAYLYSEGLPDEGIINASRAAEYFWMLEEKCKGIGPIIWLFIR
PPWAPTANGNCIKECVFTEINEYCQIDGVTNSLYYDVAKTYSLQEGADKAKIVELFAIAAEKGCPEASLELWKTKDREKV
IDPGYYIEAARRIREIANTGCLEAQLELCLIYAKKKFTGVNRNQATAYVRKMVESCRNINIKLVNRIQLELNDRMRYILI
DWLVEVAEMKEFSSEMLCNAIDLVDRYLEINPIPRSNLQLLGISCMVIASRYHCVDIMTIREAAWLTDNTYKYDEVVRMI
GEVFAAVNGEIRTPSAFDYLKIFCTISEVSQKCTYLASFILELSWLFLENSRYKSAVKAAASLLLARVLIMGNELPWTEE
LKSYTGLSLEDLSSCVLHLYKKCLAEKPPKDYYNSEVKSVHNRYSGPNKYNVAETDIPSLEVIAKILLVSDLSSFIENES
MEDTSCQQIDKSKCLQTLSFDDDVDSTIHMSSSESSMSFSECSNDISDTSLYAENDRKLCETAPLSPFNNEIETLYTDQF
GDGAIISEAKPKFDGAVDIAESNMNERLTGNDFVQTDACNADALFEENYELLSRPLTSPEFYYNEGCKGRQLDIDNGHQF
NAFSTDNFDDLSNKDSRAGFIPISEIDARCNNKLKISFSSNGSLPHDQNQTLDCKGHMPFLE                  
>Tadh_XP_002117214                                                              
MADEHTLSYFSIFTLPNELIVYLFRFLHGVDLARLCMVCRWLNHFIAHDEVTWKQTIHAELTTSPLMLIHETHKDFYKRA
YLGLYRYVTALVIPPLVKEFNNRAKNADHHVRNSYFIEKNYSYGHYLNEYALLHNTSIMDDPDRSLRLYCYLCAASKHGY
EVWATKLCQQGAKLTESNISIKDWVIYDWSFCPLGFATYENNVEMVKTLIKLGIRYQSPDPQYVLQIDNNLSIDSPVQIA
ALVALRGIICKVLVSIRDEAYLLKVFLKSLSLPSYYQAVFQGDLHELNRLTRDSQVDLDTFDDYYMTALSFSILIGREDV
ARYIYKLKKNVLIGNCIADFVGVALADIEFKVLEIIREHDFDCYKAVVFNIFADEKYFTASSHKDVLQIILSDLNDENIF
YEACQSAITSQNSRIALLLLSDLPKLLQLRMNSVNDEQELLRQIVSTRKNVIANYGKELILHAAAFRQGHCIRVLITNGA
PLLEVIDEVTEYSCQYLGSFIEIPNYFVIASNSKYKLLHQFLWQLSNANFDVNAIIETLQFYTFAKEIADLPICQTTKQA
LNKILPQIILRIMHCDWRKAILMDSQLQTRLDKISYTLLENLMFLSQNYDVNARHRCNIHPGDTALFIAARSGNVAWIQL
FLQAGADRQIKNYCQEKLIHCIGKPSKECMHLIKNYNSCPLPSKPY                                  
>Tadh_XP_002117212                                                              
MDYNLDQDCFPFFRLPDELIYKIFSLLYGIDLARLRMVSFQFNDLLLSDDQLAWRNAIYSELTTNPQPLLSDESYYNFYK
RAYLGLYRCVVTKLAEDRITSLDYEASFFLEKEYSYCQYLKEKETTQEEEMQQGLSTMYRLYHGCRQYRLDCYLILATKH
GYEIWANKLCQQGANVHCHKQTISPLIMSIRENNDTMIKNLIELGIRYHLLDPQCLARSNSYECVFHVMEVCKVLTCIRH
DSHLLQPFLNIIDLPSIHQAAIFKSIDEFRKYFEDGKYSYANLKHSDAYGMTPLMYCIILGRDDIVSFIYGLKKKYLHSS
ILNENFFTSNSIKDIQQLVLTDLTRKEVFYTACYGAITSRSHHAIHSLMSDLPKLLQLCMLSATDIQRLLKRITRTKQKV
IAHYGRELLFRAIEYGQDAYILQLAIEGIRLSVDNYDLLWQSIKIFLYDHYLLTPSTVIYKLSPISAVINNIDYRRFHQF
ILRLSNEDFDANSTVETLQLYKLAKAISDLPITLPLDVSLDNCIVEIMFEVMKNADLSCPLFQDHQLQKRLDEIIYVLLD
KLIHLIKDYHNINICVNIGKNVFYQETLLHRAARYQNPAWIRLLLQAGADREIKDSGLIKPVHHADKWDRHQIPMRVHTD
RQIHHAGEWARNWECRHLLRNLQSCPLPS                                                   
>Tadh_XP_002117210                                                              



MAFHLNSSYFPLFNLPDELIYCIFGFVHGCDLARLCRVCSRLNHFIAQDQLVWKEAINSELSGKPLLLSHENYKDFYKRA
YLGLYRSVADMVKQRLMQKLDREAETDADCCARYIIEKKYSYGHYLKEQGTQRNNRSKAEDSNQQAHLCFYLCTAAKHSY
EVWADKLCQQGAKLCGITFMPEALDLLEDLFICPLYFATRENNVAMVKKIIELGIVYQPQNPQYILHVDDATSSKVSSIY
STIQAIICKVLICIRHDPHLLQPFLNSLKLPPIHQAAIYGNIDELNRLIKEEHADLDMMDNYNMTPLMYSILISREHIVR
YIYRSQMDILIGYPLADSISAALGGIEYKVLQIIRQHDYECYEAVIFEAFGDERFFTNSSNREVLQFILADLTNQETFYA
ACQSAISSRNGRLIHQLISDLPTLLQLYANSSDDVQGLLQQITFARKKVITEHGKELVLDAAQFGQGNCIRELVVQGVQP
NMHCVREMLYLGIGIELPSHFAIASNTKYKQFHQFLLQLSGQDFDTNAVVKTLQFYTFAKAIADLPTYQTMKETINRIIT
EIMCRTMHSDWYQPMFIDNRLQKRVDEISCTLLQNLMSLNKKYDINARDRSYGLRKETALHVASRLGNPAWVQLFLQAGA
DRQIEDRFLEKPINCVRKSAKECKYLLQNYHSCSLPSKPKYSPPVYD                                 
>Tadh_XP_002117052                                                              
MTDSFKVWLQTVCKDFSELKNEEKTICLKELIELCGPSQLFSLWHQFSPVLHCDFLQYLPLEIVYKILRYVQIEHALQCR
LVSRKWNQVICRCIPLWKSACSDVGVNVDNVLFKNKHYSAWRKLYLQCRTKLKAVSNTCCYVETKLAGHTLPVRAVKYYQ
TLLATGSDDRTVRIWRKINDQFHCNHVLQTHSCAALKCDANIILTASFDTSAAAWNWQSGQLIQRFKGHTGAVYCLDYDL
DQDLLVTGSTDKTVKIWKLSSGSLLKTLRHDEWILEVIMYLRCNK                                   
>Tadh_XP_002116651                                                              
MAIPTTDVLIPTEFYALPKNADRKRGNGITWMICIIVVFDLYRNPLSEYKMMRTIYLRQSLTLILPLPKEITLKIFSFLD
TVTLCRCAQVCRTWNTLALDGSNWQHVDLFCFQKDIECKVIERIAQRCGGFLKTLNIRGCIKVGDNALETFSQHCRYIEA
LKLEGCSAITDKTCISLGRNCPYLRYLDISSCSGVGDDSLIAIGNGCGSLSYLDISWCNRITDSGIKNLTKECPKLRTLL
MKGCTQLTDDAVITAAKNCKELVILNLHNCIGIHDVSVEGVSVNCHSLEELCMSKCDLITDASLKYLGHGCKHLRVLEVA
HCSSLTDNGFQVLLKNCCDIERLDLEDCARISDNVLNEMALYCPKLRSLVLSYCEHITDSGIRKIVQSPIKYNIEHLELD
NCPQLTDGTLGQLHECRNLKRIGLYDCQGITKSGIKRLMNQLPSVQIHVYFPPATPADQAETARTRMCRCCHIL      
>Tadh_XP_002116072                                                              
MEKEGIAKDVNIFSVLPQQVIIHITSYLTGCDLTRLANTCLSFYKLTCDDTLWRRMIQNELTCKPQLLKDENHFMYYKRA
YLGQYNMLCTFVLKNWDDPQFSDINIDNFSNHDDDNQHSNTVSNYSTYAKDTYILEKLFSYGNYLKTHTQTVDSKILSMY
LCHAAKHGYEVWAILLLERGALFSGVNFFNLKFYPINIAIRESRHNFIRQIIRYFLKKYSGEKVMNAIAGNNNQGSYNYA
SSVNSILIEIVDYPSQLKSLLMGLKLTPECRAAVEGKFDQLRYYVETQKLNCFKQDIYGMDPLRYATIAGHFKCCEFLID
HNIHYNHCRSSLRVQSFIEIAIDKMGVAMLKTLRQNQTKEFSTCSYDEDPINSYHLAFTHAMAKALARPSHYSDYITFLL
PDLIKYNYYKMIFDHVVSIGNMNMFRSLVVNYKQLISDYAQNGDESLKMMTSLGDARNKAIRYVEQLQHPQLLRMAFQCI
SDLPNVLLYESSRLDHHLRLNVFNDWSIFSSSQHYDTTVGFYYRLSQIEDNYFNPKRFALELTSYNLLIVLLELINRCDE
HQRSEILFCMFWSVMNMEWNHRLFQDEKLDRRLDQITECYFEAILDAGYQINDCTRSCRSTAAHYAITMGKTHWVQFFLA
AGADRHIENIRSLSLPKLAQSYGVAIDLLNSYCNCPLPSSKHQNISFWWLK                             
>Tadh_XP_002115991                                                              
MDEGNGKHTQNIPSQSLFTLQALPEETLRIIITHLNGSTVAKLARLSQYFYTVISNDLTWKQVIQQELTNQPQLIDGESY
YHFYKRHYLGIQKTMNSGGIDSSETCKQNIHEQHDDDSHARKHYYQPRTSWVYIDQFHPYKQYKLIENDLPSRNCNYYYF
KFFFLNAARNNLEVWANKLYQQISRYLQQQQVENIYLQSLYVATRENSCHFIRQFLYMYIQYHDDNECPPLFATLAKNHT
PIVWKIFYCISLDSHLISALSEFFNLLPLYQAVINKDLNNIQFLLHCNHDLTHLWSSVSFCIIYYISLCGNISTIEYVLS
NYQNFFEKQEANNSHGQTGSCNTTDFESKWEREMIRAAVDRNGCEFLKILRKMSTIHFIFKHYYSIALWHAIYRTLVNPT
SYPNFWQYITLECNDLNTFTVVRKSNRDDKRGVELIFRACYKLMEDYDSWKEKDEIVYALTGLVNDNCPQTNTYDLWATV
FQQLLPDLAELDNPLCREYDDYYFCHDIYNLITLIKDKQITPPELFRKLRIIESKNEISKCLSLYYSLNKLHHEQSIADW
IRGTSGYRFEELTLRVGKLYLKDFDFDQWLLCGVNRLIKKIRPDDILCNNILRHKIEVIAQCYFDLYLSYGFNVNKLSNH
QQASVQENLPSIAIYDSKYLDIPALHYACKLATPLWVKTLLIAGADRQLTNNQDKLPIDFCREHYKQYNVVNMKITVDLL
THYTSCPRRTKEGIIVQ                                                               
>Tadh_XP_002115839                                                              
VRPHFQRDFISFLPKELALHVLSYLRPKDILNAAQTCRYWRGIADDNLLWQRKCFEMDVRSQDIVAKPGKKRFQMIHWKK
VYQTYIRLDHNWRNARYKAMKVLKGHNDYVITCLHFYNNKIISASDDNTVKIWSASTGKCLKTLCGHTGGVWASQLHNNY
VISGSTDRTLKVWDVDSGACIHTLSGHTSTVRCLHACDTRVVSGSRDATLRLWNIEDGKLLKVLISHVAAVRCVQFDGKH
IISGAYDFLVKVWNPDTGLCLRTLQGHSNRVYSLQFDGIHIVSGSLDTSIRVWNIETGECEHVLTGHQSLTSGMQLKNNT
LASGNADSTVKIWDIRTGQCLQTLEGRNKHRSAVTCLELVNKFVITSSDDGTVKVWDVTTGNYIRDLISLDSGGSGGVVW
RICCDEKRLVCAVGSRNGTEETKLLILDFDV                                                 
>Tadh_XP_002115528                                                              
MDKTGQAPAPSKDYHQLLVTHEEIIWRWWKISMRNNAIVFPGETKIPSEDFDYDDRLQTEILRIFGKETLEEVRRLSMCK
GDCLASLPLTVLMQIIASLPLEDILMLSQVNHYLRYVTSLDSLWKEVYINLCGAPNEEIRSYANENGWKKTLFTDKLKLR
VQLARRRKDMESPKANTFITSSDYIK                                                      
>Tadh_XP_002115357                                                              
MGDEEDCHGDNQLNLIYLPDELIEAILIQPLLNHHDILCISAVCKYLHHVCLGSSLWQFKAKSRWSKWDKALENASTDWY
QLFIARHKLGLKIQQELNEINRRYYDDDLISSDAYRPIKTLLQKDKDNIANETLTEYLVTLLSDSSNDNLTLKYYGKNVY
NKLCLLPRIKNMLKLPDDDILIEEGAFLFSSWLMACNITNEDNCNKQIDAIVKQVKQYLIDSNLSVRDSETGYLRDYYSC
CNILSAINKVLYGDLGYDGNINSYRDLIAFIDLEARGFTTATPLMILRTDRTPIFFAALYSAIAQRLRVKLDPITFPNYI
ILRLQCFGRYKVLTSYLQLVVLIYPEDEENHGVLSRIYLDYCVYDDEVVESAFEKARAGIFEINPRHLTCLNRLKDIKHI
PAEPKVKYRSLESSATILFRIGTIVKHRRDNNKVVYKNANFSLRFHVGMILITFISTLFINESDGWTGVIHGWDYQQNLV
EVEGQKSTCCHPEVGKYFQSFDGERYILNQELSIRYPDD                                         
>Tadh_XP_002114939                                                              



MASCAAITNIRANNNNKNNNMNNTVDNSHRLPVEVWHLIFQYLDVLDLCRCCQVCNQWNQLICGNDRTYWQRLYLHNRHH
IHPNWPNDSDKDIVSWMKAIKHNYLVQHFWSRLGDENSLLANLFRNRKRGLALPRFNTVTVGRGQDYDQLVVALTSIPSH
EFIRIIVYPGRYQGNLVTIKRTAPLEIIGHGDRKDIIIDIPLIQQGFNMRCENVTFKCDDGYNRRIEVTSGHLQMDICLI
DCFAITIHFPGSGHIRYCELIGYSYIWLYDADIGLIEHCKFVNTSESIFVAGWDRIDNRKFRSIHFTKHWYEFVVVDNKC
PNSWDKKESTSSLHNENDANISNSNSSLSNEYNVIADKAKTISNLVHGLVSTDDLNSIHNSISHGSNCSNNEDPNPRQSS
NLEESAPSCNVECTDIECNNMESTSVRSVRTDESCNDSDALYQNFHLMSDQDNDSRYGRDDNISRMDRQMYDMNYLDVDV
GDLAEILSHEYLESPTNQPDDNTSITDVLNASSKSLNQLLAKHTKPPQPKSKELVEENLNETKAVIIRNCCFINCEAVIS
MRSHATVSVVNNMMSSISRGVRCVGESSLYMIDNFITDCHLSGVYIREKSTGLIDRNIFIGVGEAAIDIRSEANPTVQRN
VIEDGLRSGIVIMEYGQGKILSNLIVRNRESGIHILINGKTIICNNLITENGAGGITVGDSGNGFIIGNTIKESHWAGID
VCNGAKPYIARNEIIDGASVGIILGDNSGGKIEFNKISGNNGVGISVSLTSSSVIQWNTICDNTFHGALLSSGNHNYHIY
DEIDNYNEPDQSLISYNSKLIFNVFCRNKKFGICIDGYKVAFLKGNSIFGNTEGGLIVSNTYDAKIIENDISANGGYGVV
ISSDGKATLDGNGIYDNQDCCVKIDGHCALKNNDLCCNINSTIIVGATATSYISNNRIFSNGSYGLFLQEGSQSLIEDNK
IYYCNNAAVHKHENCIATLQNNCCSLHPPSTSINPSVPWADDTNTGLRPLITTPLQAPKISLPSLRAESSPKGCNCGQPS
QVCNIL                                                                          
>Tadh_XP_002114915                                                              
MDLLPEEILLHIFSYVECKTLISTVKILCKRFYELLSVENNWKFLFPEIGSNHEYYDIDDYGRDKVIYYKCTDRKFWRGI
DQPISIDYLRGSIGAVDVVRIFDHGQYCLSGSRDKSVNIWSLDQQLRGDPSKYHIGSLDGHNGWVWTLEECNNTVYSGSW
DHNVMIWDLNANGKLLDTIRDVHPAAVLRLQVKDNVLYTGCHDSAVRMFDLRVDYRNTSHELYRHRRAALCMTFCDDYLI
TGSEDKTVIVYDTRANAILKTLKTTSSVTALNCGYDQLRVGIRNDVQIYSTKDGLFTEMDIIPEVHSKGIMGIHHDLSCM
ITCSIDGTIKVSEASKSPKVIKVLDHHKSAVARIDYRDGILASASSDATGTIGIIRRYGP                    
>Tadh_XP_002114666                                                              
MNHYQHSQINNFLGPMLQRDFISVLPARGLVHIAENILGYLDAKSLCAAERVCKDWYHTIDSCMLWKKLIMYKVHTDNLW
KGLSERRACDRGSASHADSSYYRNLYRQFIQDIKTIDTNWRCGRFSLRRIDCKSENSKGVYCLQYDDRKIVSGLRDNTIK
IWDYNTLECTQILYGHCGSVLCLQYDENVIVSGSSDSTVRVWDVNTGENKNVLNQHQEAVLHLRFHAGMMVTCSKDRNIA
VWDMKSPTEINLRKVLVGHRAAVNVVDFDERYIVSASGDRTIKVWNTSNCEFVRTLSGHRRGIACLQYHGQLVVSGSSDN
TIRLWDIDSGACLRILEGHEELVRCIRFDDKRIVSGAYDGKIKVWDIKAALDVRSPTATLCLRTLVKHTGRVFRLQFDEF
QIVSSSHDDTILIWDFLDGNQNVSPHKRPQTSRTYTYVVNK                                       
>Tadh_XP_002114651                                                              
MFNCPKCANGPQFDSLLGLKYHLESYHPHGYPSSPQYGQVIPSSQYTPPNNHSLQQTSPSNLLSLFPNSPTYYSNDTING
NKFATKDSVQQHHDTAMYTSPYRRHQGDDIANASNLTPTSLPTSKQIHSLQGFYPLHFASSPFLASKISTNHASSRSDFS
YRQFTPLDDHQYKLSNVLDKSMQSKQELLQLQKVLDQRNYQLVEMKAELKLAKLEKNRLESERSYMKAEIDANEAVINKL
EHKLSRREREFQELERKTTFRNDVAQGRIVPESTYRYSASPSVGGPMQQTFQRQSRRSSIRSYKHDDIQVSSNSGGNNEV
ATRKISHDQGYAPLDELVHAAMTSRRQSSASKQYQSDGDSSRRKTPTSDEQAHPNQLTMSLPSSNYEINQLNDDQSTGSL
IMSEVMLRRNMSAGSKSEFDGYIASPHGTLSLPIEDIDDLPCELDPQAEVNLASRTGSTSEHVSLRLSRHNSNTGKSPRD
SYLPRNIHRTPSKASSIYRHESNRSNRSQRVSFSKTFSTSPSLQRQIFHGDTIGKLLGRFGQDQVTSSFVAIFSYLGIKD
KLKVSEVCRFWWTVSRHPSLWSKIHLRKTRVSFEAFVAMSNWATQLETLTVEDIKPRRRLVDEEENDYKKAMTGSLEKGL
SKLLKASRGNIISIKIINCGHLVTSKDLLWTFGSTCKDIIDLAILPHPSSANAEQFNNSCLHVIGKSWLQLSSLKIGSPT
ISDRGLIAIAVECKKLKHLRLDRSMELSSEVAEQMCNFGLKSIEQIEFTNTPISHEAIRHFAEKCGKIKAILIQLSIEDF
FEDIHESVFIEEYNNIIDNLLVMKREFIDSKQIIIKAEKVPLLTPYQ                                 
>Tadh_XP_002113716                                                              
MATASTSIEHLPTELILHIFQFIPIKDYLAVSLVCRNFYHATQSDWIWQQHCKNQYNIREIESWQDIHTFKEFYQKILYR
YGPLLGLWYRVVDPYGGLVCIKIDNGAIICNEYVLRRNERLLENSGEFNILHRCLFKIIPCYDDNRISTKILSFSFLGHE
CMGNIIISKRDEEQLVLEFQLKCLDRDDVALSIIAINSFSNSDTYKQWFLEENPYYDDEDIVTRTLLEKKLYANLFTWQL
TSYKRLVSLSQRSISENFPLRCGIYSGSYGAHGVETLHVYIDKNELIGQKLSGDPNVPAGKVSIKAFLDKPVTSESMDRP
YVLKDGGKIFPFSLPEDYTHRSHGIPSHYYGEFEGEGQIAYHGYKDAKFIPGRLVVFDKDTFGFLWMERLKSFILFRALS
DQDLFLGQAGISWKN                                                                 
>Tadh_XP_002113638                                                              
MDLNRLHFSSLPESIILYIFTLLDIHSLARAAKVNKQWKRISYDRFLWTSVYLDDCKLSKRKLWKLIRARFDENLKVLHI
KPSLKSEKEVVSDAIFHHLNSVSPGLQQLDLLHCDLKSLRAIQLPRTLVSLDLAHSALPANWFSQLSKENFLPLLEELNL
SNCSRIDNKELCNIARIKSLRQLNLSHCYRITNSGIQILCENLKDLSEFKIGGCPRVSEIALASINRYLKKLRTLDVSNC
NRISDRGLNLIIGMKTIRCVDISHIKTVTETTILNLCRAIPLTNLTVINCGLSSECIQTANCYLPENSQIINR       
>Tadh_XP_002113460                                                              
MNLVQLPNDVIYKILDYLPGFHLGRFSSTCITFYQLIHDDLLWKEKVWSELTRKPTFVKGENYYTYYKRIYIGPKRTLDA
LSQYLPNRRFFTCNRDHQMQIHDLPRLSMSYSDYVFDETLCYDEIARWLNKRKEFLRIAAESGLEIWGQRIIQQILARCG
ELNFSNNKLSSPFYIAILNRQLHFVHMLLQYPWPDKLNPWIENQENSCNYTLTNGLIKCGYHGLQLLRDYFMLINLPAVQ
KAALIGDRVRLEHCIQGNTNRLNNPFPFTALFMAILGKNVDCIRLLIRYNCKPAIRKIKGIQWPVNELILTMITNNLTCF
QIILEESCGTVSMACIRQSIAFALQHGHTEFIDYLLNRQYQGIIQEEIYLLSRRIISHKNVKIAHLLRFAGSLSKALILK
LVPLLPYCCQSQSSYTDFSNYNDAVSMITILQDDNLTIEQVAQQTPFYQLMQFCKAIINYSDRLDGYSYSILLNVVVKTR
SFITLSNSKLQQKYDHVCAEYIRLIISWGADGMIYRRNRLGQTMHELIMQSQKECWINTLPSDNLLDTI           
>Tadh_XP_002113360                                                              
MESPVNSNLISLPAEVICRIISHVPVECHPSVSLTCRYMRECSHVDRLWLQRCRDEYNVDDYRSWKGVSSYYQLYSKILY
RYGPLLGVWLRRMGCYGGLISIKIRDGQIFGEEYVVNPDERSADKINVVCRPVFAITTTENEDCIVECHTLLSESHRANI



DMKIFKNGLVDKFKLNCDAKYRHIPLENNDLQFLFDSLYRLWAQGELGANYTNDTFVNEVIGIKFWTYLSWSHGFTFTRL
PPINHSNVDTNISKNHLRSGYYAGTYGVHGLEIIRILYKEQTLNGTKITGDPNVPAGKITFKAFLSNPILIANPEDGPFL
LTDDLLPSINGIPRHALAIYHGSGQIAFEGYRLPRFINGKFIVFNQDTCGFIWLGAVISFTLFKRFDEGFLNV       
>Tadh_XP_002113172                                                              
MDDEKQIEEENTNFFQLPSLPNYRKTGASLSFIPSLKQNRILHDTKVKPLLNFDDKAILPNVNGQKLEIDILSESISLNR
ICFKICRWFSMWNICQQKIFISSLVEKCSENVLVQLDSTLEPVYHHDFKIQLTHRRSKSSPIPNTIASRSTSGKSDINSY
SDATMNSSEAQSSETLRNSLRSYDFRNSDYWTNEKYSSSQRPALTITKRLKSTSLRNTTHQDVATITKNSENEFKDQLKH
VLKRIDHWSEGKTEVLLMTIAKEATPSVLQYLANCVNQRLDHRLNINCLTDKILLTIFSNLDPQSICRCAQTCQRWRYLT
KDNSLWYSKCDELTDEVEAQDLMDVIEESAKEHDVSIDWKLAYQELLNIVNNNLTSEYSANISRESLFTEHYGIKFLEDI
NNTIEKEYANLRIFMAKFLTALLIDIHHEAECQTIADTRTEEDPYYDDDSIDSFHNLNLGTLAKVVHFTSKLANERNAVR
SGIVRPLKHVFRLQGHLEAVMCLQFDKCKIISGSADRTLRLWDIRSGRPVKGGIRCLQYDDNIIVTGSWDATVRVWDIIQ
YKTLNILYKHRDCVSCLQFTEEKLIDNYHFDLSSVTGSYDSTLCVWNMKNWECKGVFKGHTDSVNCLHFDGRMVLSGSTD
KTLLYWNCETLECLHRFTGHTDAVLSLEVRSGLAASGSADGKIMFWNLKHKFHEATVAIHKIPVRSIRFMGLRFFAGLDD
GNIKEFDLRTGIYIRTLSGHFGPVQCLQIQKKRMISSSDDGSIRIWDMKEAPLQVGNKSYPRLLNKIVLPPNVITEELME
LQFN                                                                            
>Tadh_XP_002112697                                                              
MKSSTKLMENMPVSSMKKSAWTPRSSPANEKLYLERVELVGHWFDMWSDVQRKRFLDYILHRSKRSQLHFVESWCDHRVA
RRNLDFTNHLPRFLSLYIFSFLDPRSLCRAAMVSWNWKFLAEQDAIWMPKCVRYGWYLPYAPSSREYGAWKFHYLACMTS
LQVEAPSQDVVEMYRQFNEVTLGDHKYRGEKQGRRSKSPTKMSRKSVEGQPWLDPDPVPKETHFQFSEDYDPHTPFSAAP
NSLLLKSTGKQRRSKIEDVPSKSYQVGAPYEDPELSPRSTLSSHIVRESSKNLLLNTDYRGDFRIKSKRHDLSGGFYPKL
PTNQRDLRALSLNFPNHANPRVIFISSRIPAAELLHEAVMFGVLPIVYSYNSTTLEILLQQLHYVLNGRQARSIGFFVHY
QHPGQINLVADKTTSVKSLSQADIKTFWETLCGFVVAADIGGHVDIFTPLADSEEGMELILQLGIITGMQFSAPSCVAES
FIDVNSDWLLTPGGVTPPALYFHLQKLATWSYVSQQVKEASESVQKHLSLYIDQQRKDVISKLTGKIIFDAMSLGEVYQT
SKIGNLIRDAIISLSSAENQDKVDTAAYIADYLQGRREKEEKKKKKKKKKEKTNNDEDHAEEEDQRLEEEEETDHDDKQE
KIEEEDKKSEERRTLIVHELFSTELNYMRTLEIIETAFVNPLRAAMGSNKGLLEDLTPRVRSWTSEQVIGDIFRKFTVKL
KTYTNYINNYTVTLSTIEKCQEQFPGFRVFLKRTERKTQTKMLSYVKLLTALANQAPPNHPDHKELPLQIKQLQHVLSFI
AEARARAERDRKMIALQKRIENCPTLIEGNRHFITEECVTNLKLYSPIEDLGLLLFNDALVVTHRKSRYFPFIRAVEQTD
KFFVSVALIRLTVDDVADTKYAKNVFKMSTPKREWICQASSPEAKWRWISILEKSIDNAIEVES                
>Tadh_XP_002112618                                                              
MQNQKFKARPVLQMPSLIKLPYELLQLILSHLTLRNLAALSRTCKELHNLIMSDYTWQNLVHQDLTCSPNLLLGENYYFF
YKRMYIGHVEMVKTYLGDDNQYCKSIRSLCTKCNPDEFSGWKLISYSYKMYLRMPTLSEGLLFAARNGLEQFGRRILHQF
RRTWHNYTSACSNYDNPIKIAALIAIIHDHIHFVWMLEAHASPRLWCPTTLISTSEQKLFYKALLSPYRTCRCMLNLIKP
ERIPPLNAAYNNDMTKLQQLISLRGIKSVNKKDRHDCNLLQYCVIFQFNDSIKILIDHGASINDEFSNPAISLLEMIIIK
QNIKCFQWFIHDGNVQLCIKLSIQHTFIDGIHYLYRLYNQEEMKIMIREEVYLQLEAILKDTKSEYYCQFLLAHLDHCDF
LDLMTIIKLVPYLKIDQSTITEFYNNNASLSLICMLSRSDLTPIQIAKSLPYFDLLQIILLLADKSLDDDMIMLQRIFIN
IIDTRCRIILTDNRMQTRYDRVINYYLQYLSDHNVGINPAQIVGKYRLINEDYEVNKIN                     
>Tadh_XP_002112485                                                              
MADELERFRKDWLHEIDQGVEKNSKNLKELGSTTSEVGSAKFSQSLQDIVGTVLPYRRYEQLIHQSSSSHQQDLSSKDQL
GKRKGKTDEVIGRRKLPKHDFVSALIADLDEVYALPFFDLELPKELCYQIFIYLSYQDLCHCSQVSKSWRSLADDDALWH
NLCIKFGFTDQDNTSESTEDPLEGQLLEIDYAKEYYFSTKTQETLEDGVNLQERICKVQEFENTLGGVLCSVALSDNHLL
AGYGLGEVKLYNIHDAEFVRTFNPIHPTFDYDEDGIIDKRSPVNCAAISGNLIATGLRYGSVDIWHIDYGPTPIHHYKLE
DSVSNIAIETERDLVVASSSNNSVRADISDMNGQWQLATSFDLSHNITNLKISGNKDGLPIVVASCKDAIVIHGFDSADS
SITLEKLYGAKITSLDVADDFLACGISQLGFEIPSEAHKLKIFSLHTGKITSVLKGHFGDITCINVSEYKSNSIITGSSD
CKVRIYDLRSEKPVNTFRGSRSKINTVQSDDVKAVSGCENGKVSVWDRRMSALLWETSFSFPIKYCHFNTSCLVFANIPE
EECQAESPIDDIVWNRRNRGRLRLLDFSSDEYQPEEIGLPSICSSKYDEPIGYNYNIHLMTPYDQI              
>Tadh_XP_002111395                                                              
WFDSCNDNQRNYILRGLLDRCKVPQMHMLSMVMAPILHKTCPFNCEDMLAWLPTHIAHKILVYLDPVSLCQCSLVNRSWY
RMANDPKLWIRLCNQPQWIPSEYANVKRYAQGWNNDQQNVPWKMIFGERYRLYRNWMKGYCSIRKFEGHSQGISCVKFDE
SRIITSSYDKKVKVWDIRTNSPWSAMTLTGHTGTVRCMDLKENRLVTGSCDCTIKVWDLHMSQTWSSVVCRATLLGHQHT
VRCLQMEGDFVISGSYDRTLRIWDIRTKTCMKILWGHTDCVLCLHYVDNLLASGSYDCTIKIWNMQTGICLNTLEGHERA
VTCLKIANGQIISGSVDRNIMFWDFRTGECIRKLDWITSEGHTAPIRCLQADHWRIVSAADDKTIKVWCLKSGKRLATFV
GHQDGVTHLQFNDRVIVSGSYDTSVRLWDFSVC                                               
>Tadh_XP_002111335                                                              
MDIGSTYSQHFALQLPEILSMILSKLDAKSLCNASAVCKEWNQLATKILMERRCCATYIVESPDAIGDLHHFFHQLPIVP
AAINVFSTFDKLRDTRALISCIKSNVPSNCQILGCSGNGIVGSHEMDQKSVSLELEEAGKASILIIPRITGVTVKAFTLY
KSDLKPEEEDTAKVWKASIGMTDIKAILLLTDFDMLENDDFTALQAAFKDEEKSAIVGCLCQPKVRLDKLRFRDYVNTFN
YLPILPNISLHHSCILKLYVVYLLTGHDTIYSGIARLHCNFQFMRDCRKEPALVAMAIGGEYMEASTVLLYENDKSDLAN
SIANVERPSSISYSPDIVYMFPCVGRGYMYYGEQNVESGLIRKAFPCIHVIGCFGYGEIFNLKCKDGYSYYHSYSTALCF
CWLKHDNYHSNSSY                                                                  
>Tadh_XP_002111265                                                              
MDFVNLLPAEISVMIFGLANYNDLSQALQTCTTWHDFINHTDYIWKQLCDVSILDDEQGQQSLKQLAKMNYYKKLTLNFW
LSGKMSQVCSIDQLPTFPTRPFDVDTWGRILEMELTR                                           



>Tadh_XP_002110889                                                              
MELLPEEILAQIFGFLPGYKLPILKLVCKTFRDVIDHNEVWSYVINHELTANPMLLKGDSYQTYYQRAFLGPNRTAKRYC
IESHSALSTLEERVGWLADLGYKFFAINLQLADHQDVPDHRRMLDFAAKFGYEVLGRKLIQILNNHKDDSLEYDKCWLSP
FETALHSNRFHFVEMLLHNPGPLQNPWILESVESVPTSTFSSHVNVLISSGEDGRQLLLQYLLQFKMPTLHRAVITRDME
KIQNAIKSGAKINECDKYDMSPLSYATMLGYREIIEVLINYGAKIREDINNSFVIAMREENLEIFQTLVRRDTSERSLLY
AICRAVNEGKQTHLDLINEYGPENIGECVRKNIVSIMKYRLDAELPLLKPLYATKLSFTKQQLTTIVRLIPHMFNFKSIK
YDYYDYSSFIVLVNYMSNNPTFPMSIAERLPCYQFITFFLELLKDKELQECCKILFYFVIDNRSYKLFKPDLQAVYDCIT
IIYLQTLLKACNNEIDVNEPSLTNNQTPLHVAAKNGQLDIIKLLLDNGAERDLADGSEKTAAELTTDYRCKELLAA    
>Tadh_XP_002109782                                                              
MAEKNSLQSPDLIVASQLGHLSIDQLPPEEDASHQIHAAESTPGLTLQDLPDEMLTRVMEFLLGCDVARMACCCRAFAYI
ASSEYLWKQKIMTELTSKPVLVDGDTYYRYYSKSYLGYKYHQRLFPRFKPPSDTSLRCYYQFVLGSYNHNYQQMIYDSTG
NNNNSLKSTIKWISYVSSSSNNTGDRVTEINLFLIQAMRDGFDVWGSTLIRLGADINRYAADNKAKRTVPFTRNFGNSNG
GKYNHPVRVAIVKGHTHCLRLLLNRGANINHLARKRVNSTLFHLAAFSHQMECLQVLITKIADAYVMPSLHKLVMCNNIE
RLRSVLKTCSVDEVNEQDRCCCTALWWALILGYVECVGLLLTHHARTAKIGGANESRQPTMSALAAVLRWKQLDCLKLLV
QNRYCLYEDLQITEYLGNFNTLEVATRSNFSQGVQYLISEHSFSPRSESCRALLLAATHGCCDSLQVLINEGAVIDQRIH
LLSTRERDPLRRIDMFLQLLQAEDYHLFCPLLSTAKYYHPECMQLLLKAGANTNIIYGDYGSIPKTVALLEIVVYNYFKK
ISLQPDKNPMTEELDILVAIVSNNQFDVEKSFTQITAFNCLKLLLEHGSDVNACYENGRTVLHELLCCNNKPQFNHSLFQ
TRFDKLIEHCLNMCILYNADVNKCDKGANSPLHEAAASLKPSWIALLLNSGARPNILNKNLVTPRQLIKMNTIHNINIAN
AAVVKECVRLLFEAEKATGQVNLM                                                        
>Tadh_XP_002109208                                                              
MPNPTPFSIANAPQLRCTTNKYDVTTCGECEACRLTQVLNKTKEWFTRCGEASQRRFTMGLMSRIDCKTTYERLLMLLTP
LVGKDYTYTRSRSSPSLEIDYVSSPSDRALKKSFVINCINETWQWFTSAKEWTRINFLLSILQWCDTRLLHILNSQCKAL
HKWKTKEDVSPENSFHNDDSRSEYTVSSPRTPSPSSRSALIAKESRSSTVISSQLARPSTAISVRSDNSSCITEPVPIQT
YGNWTDNNDNRNPKSYSSYSGKETNIPQCIQDSDNQYNNIEDFRDENLEEYISDDGQSSDEEISFPQYVINDTSGSCTYV
DMIKRLPVHISKNILGMLDRVHLANCLCVSQHWRILVEQVQNDNMLQQQVWEEIMLMKGSSARGCNIRFASMTPVPVPQV
VEGTHQVELTKESVNSPKHLHDIRNLRHAYNGVKTIDVVMDERNIFCDAYNLIVVSDQLDKHRIVHFGGGEYILVGSVDR
RIKLLHAQNGKLVRVFHGHAGSIRALYMCEKEGYILSGSYDTTIRCWSLATGTFLKIFRGHQGTITCLDLHNNIPVSGAR
DKQVKVWNIFTGRCRRTFKHRHVISDVKIFDDTVASCCEGGRVKVWDVIKGKLIKSLKGHVGPVNCIKLDKYHLVSGGSD
GYAFLWSAIGNYKGCLGAFRHPNAVTSVDFHYCRIITGSEDGKIRIWSIINGDCLRVMRGNSRSDPIFNLFAQDNRLITS
TMRNVFNYTFEPVDWDYNATTAKFKVEILTVQHDNKPVERLAPSYIRVLRNRTFSTNNDRVHHDTVTPGKYGLHGRPLTA
NTLNPKSRPNSSCSSGISFSSRCVIQDKDTTNLKRPSTANVSSQVYGTKDRTLRPRSSPAKLYRKRQDQQDDDDNMTLNT
CLSARSVRATSETQVETVKTFQKTTSKLRPSTAPVIRFADNIISDMYVEPRIIGRVKSANAALDRPQSSNINQMTKMVFK
VGQPYSKDSNSDNDNNDSRQIKKHRTKSAHILHSSASVQSINIDKINSNNYLNLKTFEEELAYTKNLKKFNLAISKSKKK
NQYISLD                                                                         
>Tadh_XP_002108977                                                              
MATFSAKRDEIIRLFCDCTKQQQNNILLELLLQCEPLQLRILYSELKPLLAVNFVAYLPSELVDKIFFLLEAKDLCNIAM
CNRLWREKANNNAIWKKLCTDKNWIKYGDDQSLLNINNETTINTTPAQHQILLNSLKSTLKTCRWKEIYIRAYLLNRNWN
TGRYTSIHTLRGHKQRVISLSCDGKWIVSGSEDNAARIWDLYTGACKHVLDNHTDSVRCLTLKNSVLVTGCFDGIVRIFD
ANTGRCLRTIRLWDFSTGRCLHVMRGHTDEIQAIEMYKEYVVTSAWDDTIRLWDINSGNYKKIWKNDAGRAIRPPLNIL 
>Tadh_XP_002108835                                                              
MLNLLSDEILLMILRYLSVEDLNTCKCLSLRFANITEDTCLYRSVTFTRCYRLSTNFIVAYLNKYCHLLRCIDLSQCYWL
KSTNLIPAICKCKKATQLNLAGCKISSSAMIKILENIPHLDELSWSISLDVFKNTSAQTLLRDKFAQINYLSLELHFGVA
SAEQFLFENSCIHSFLRQWQCCIYFKYTSEDGFCFDLQAPFFDNLITITERYHRESFRYYLWPMLSLNNSIDLPETNKIQ
QFNVDRILSTKPKRLLDAINKRNLKALNLSFIPTLTSQELAHAIANCRNLVKLDLSGLTSVLQDKQFQGLEAVVHNCQLL
KELEISHTCVSCDNFSTLCHILSKAITLEKLTIPACLMVDKNIIKGRRNSNNDILSPQRRISVIEQSKTECQSDQNKNVD
RDQVDFTLLTKHCPKIKTFSNSSHYYQSNLSTKLSNHSQYSITELPVSCSLSKYLISEEILSAIGNWKCLESLSLVGLLN
VTHLSCLSTITESCKNLKRLSLAYIGLSGHSGALLHLPKAIRNCHNLLEFRFDNPQVATFNKLFDKCKHLTVLQVLHDTT
IAQSKQTRNELMKKWLPQRPALVIALGKSLYELQQDTPQFHLDSITLPT                               
>Tadh_XP_002107950                                                              
MDSIKHEAMIDQHPQCLTCILIDCQHKNHCQMIQCNNSGCNACFHACKLTEHKLLCLYENVQCINWYYGCPQTMPRCRLN
QHLTVCPASIVHCSKKWSRCPTWCNTGDINPPYVLGQIDYEAALCDQQKLLQFYENSQSIDFENLIKSRFSSSHACWFDD
YCKRSNEAIESIIQSRLCVDMIHQIQMLNIEQKGKITIEDETFAKEDLFPLLNNIDALYEIQQKLRFASRSQHDVKANNI
FANGRTLKLKDGRLVADAKTSIHLGHEDKSTDGSFMDRTLQVERYKLIQLLPKMVQQLSELLNKSTRLQSKELNHLQKLL
SALQLNDSAISPECANEGKLGGPRYSDFTVNRVQHIKNAHWMLNSMKNRGVLLGLHLQPGLHNEEHIFQLSCNQYFRRGE
YRQHVKFSHTQTQCELSGWFKQRCPLAQYGCPFLCSVLKPNAGEIGLDLQLGSYILRNYDKESTYWRDSVESKNTRGGTE
LQYCPMLDLPDEVIERILLLLDSYSMYNLSLTCWQMREMCSLLLVKKGTVAIEWEKAQNCKWQIARKIWKYSTACSQTSG
WKIDDTSIIARHLQTCPYYVKQIYPDKRVMLPICTELIG                                         
>Mlei_ML002211a                                                                 
MELTAEQRKEEQKRRRFIANAWMLMEKTGQAPAPSKDYCQLLVTTEGVMWRWWKISLRRSAVVYPGEWAVAREDVEDDER
LMGEIERTFGADVKDQVIHLCTRSNDFLSKLPQKLLVKIASYLSLEDVIAMAHCSKAFRRCCLTDCLWRNIFLQHHKHIS
PEIEQLAAEHTWRKIFFTDKLRLQMLMSRQRTQMKLQSNDNEIQNKQVVPINGKEEIAAVEP                  
>Mlei_ML003267a                                                                 



MNQKQPVLLPLKQIKVPLQLGWKRKLVEEAGKVNSVIHYISPHDNKSFINKKQIKEYLESRGDDMQLSPDWFVFSPAAIL
EKELEFETRGGEKRMLNRVASTELDVICSRSCPGRGGARPSLSCSMCLTYYHHKCVQIPEDCDDYLCQACTHTVNLQQKT
KRRHLESPSYNTLPDKPISLIFSCLEDTRDLLNASMVCKQWRRVSKTPAFWTRAAFSNMVLTDNWSAFKSQFEFLAKLDT
RGMGFSTHINKVWEALGPVLGSIPTLKFVTMGTVTCPVVSVLLNNIKGIKHFEAQYITHESSRRYNDNKQVSEIELDTCS
SQPHLRHLSLCSPTFLKLPAQCDLKLLRKLLRLQSLSITSFVPGSLDRAGLGFISHLRNLSALQLGSCSNWSEEQYSVLT
NLTNLKHLRLESGPPEATVGLSSALVKLHQLIQLELIAFPLHPTLKDVITQLPRLNLLNLAPAASNNELLAGMNEVLLTV
MRSGNVWCGEWGAVISVNKTVHNNTLVIPVTRSFVADSVLYKAASRRGQGDVLMINVTEAKQLLAEFLSEKSVCGVYTLS
KNTAHWIKMCR                                                                     
>Mlei_ML01233a                                                                  
MDSLPTEVLVFVFSHLSASDVLSCIKVCRRWHEILAGHESLLSNKACVLRCSSKISRAKQLWHMISKRRPTAVVLRNADP
VVLQMLLKHHPTVADLTVAIQLKDLKKSLRTICLFKYLCQLGLHVKGGSQLTQFSLDWVNCLPVLRKLTLTEIGCVSVEV
PRHFSGVLEGGAGRHNNLSHVTLNYPAELPGGNVLARILSHLTCFEIKHVTDDKFSSLRDHFHNLHTVILTACNCSDIDI
PVSLIKELRVQGTVRGKLTLDKIIALQKVHLSLQQPLPECVLPGTVTELSLRDTVCRDSHWFLGLSINCGNIHRLDLKGF
SLKNTIAASLGMRYPKLTFLNIIGCLPRNEDHMYLIGLLQEAKFLTTLSCDKPYSCNLKDLREVFPLCWISSVDYKYITV
TSHLPPSVSRDVIIDLGEEGDNPAV                                                       
>Mlei_ML01564a                                                                  
MTLPPKCYRCGDRRHKAIACALPEGVCSICHQSGHTRGKCSPVYTLCDELWLIILSYLQISDLLQVRLVCSKLQSVMCDL
PWETHCDFHNRKADKVLKYCVLPGEPFLRKINSELGLNMLYRHLVAKTLTTAIGRANVFRFMHTKPPSKPLTEQQYLKSF
PRCSSDDYNFYLHQIFPTRDAHDEWERKQEYKMEVKALKFLYRRLCIKYALIEKTDYRELLDKKKYAVVLHDKNFIRRVH
SDVHYLASKSKPKDIDN                                                               
>Mlei_ML021140a                                                                 
MEILPEEILLKICAKLSVTDKFQLSIVSTRFRRLIIDSWQDYAVSLRWRKCNDNQSWIDVCKQYFRFRKMWFTGKYYHCK
LYYESSKYRRSHNILSSLTRCGNMIGVGTNESLNCFHLSFNPETNRYQSLKVFQKDMEVAAQSLCLSNTHICAIDDLTSE
LVVTSLANLQEYRSQLEFGIVCDFCHMTESNIILLTDSGKIFLNAVGQKNVICIHDENEEISCFFIHDDWHLFVAYWSGK
IVSFNIFNPKKHILSLKTNHVMYSIQLFSNYLYYGTADGGVGRIKVCQNNSDYLKIVEFDQQHSGSVYCIATNKSILVSG
GADSRVVFWNLSGTVLFIDHMSHVGVVRHIFLNEWILITAGDAHVLIFWDPMLLTIKHVFHHNPLKIKYMIANETSVVYG
SPDSNYVMFLSVSDS                                                                 
>Mlei_ML02199a                                                                  
MELVSTGRQDSNGIVVQNGQNQSNVANLKKLQNGVSKRSLVPENFIHTRLPDALILKIFWYLDIKSLCRCAKVSHKWKAL
ALDGSNWSHVDLFEFQTDITPPVVSNITGICGPFLRTLSLKGCKGIEDKAILAFSTNCHYIEVLNLNGCTNISPRVDRAF
TSHFTNLKWLDLSSCILVDDSVCNALSAGCPQLQHLDLSWCSLVTNNGTVALAKGCLNLQHLLLRYCKLIGDAGVKALTQ
CKQLSLLSLMNCEEVTDSGIVALTKGCKELRCLSVSGCTQLTDLTLTEIGNNCPSLRTLELAKLIYLSDRGFKNLVKGCN
SLEKMDLEECQSITDSSLIQISLHCPSLQSLTLSNCERISDEGLRYLCGSYAGQTQLRELELDNCKLITDATIDHLVQCR
GLQRVDLYDCLRISRGGIKHLKSRRPDLTVHAYFPPDTPPVMQHDPVHNRVCRCCVVL                      
>Mlei_ML03808a                                                                  
MSDNDSSDSSVEESTPETDLLIEQPTHHPIFENVTLEGRDSSRPSIHILSDDCIYLVLEYLDVIEIMQLATVCKRWYNLC
INKMSLVSKIELNPTFSIFRLNRPLSQSNFISLLGLTGQNLIQLDVSNSSLRLDWASCKAISELCPRLEELNLSKMKINN
KLATCFSQFLPRNLKSLILNGCVHFKEKCLEHILRNSKELTKLDLSYNHKITGGCIMKQLEKNKMTHFNFTECYRLKPIA
VQFVLANFENTLEHLDLSLCPGNIFNISTDQMPILKKLKVFNVKSLVDDSQPTCDIMTNFIRLMPNLEVLDLENNYNIDM
DKFVGTLSQLCPNIRHLNLSCCMPKNAQSLSSLSLLQHLDTLHLNELPKRFDYKELVDSTLVHCSKLKYISLQASCVDDE
SVFALIAGLKNLQTIDLRSCILPLDGTFIILCQDLDRQEPLKVLAQDTVMQEEEFSLIPVFLHINFGLPHFQDDYDGFFG
GPYDEFEDGFGFDNVDYLDEDDFWGGAYVDEAGQFGGPGYDYHPDYQEVDEDGGWW                        
>Mlei_ML038822a                                                                 
MLAEHTLSDKWNPNRLYVIQVPLSTSFPGLYKSVHNHSCPTINSLNDDCLDMIFSHFNLIDLFYLTFVCKRWYHLCNDQI
SRSKYFSTETFENVPIKWEKSQYMYPFPSNESVLSVLHLTQANLKTLSLSNVPDLSAEDLSLCGDLLLNLRELELCGSFN
PSPSMVQAIACKFCPRLESLSLQSCHLEHLDLLLQNAAKLKYLSISGSELDEETEEVFPVHECIPSDCPLTSICFYRFPK
LHISSIDALLRSFSETLTYINLSYTYIQDIAGMAPDLPQLPNIKIFIAPVDPISSGRNMLCSPERSALMQMQHSLGVVAM
LKLMPNLQILDLSNSNLITYAVANFVDVLVKHCPMLEELYLVSCFIPAKEFLSLKYLVHLKRLFLDHNQSNSTVPSFLLD
FAYDYAATFRFIVNHVISHLKELQTFSLTNYQWVDCKRTIRCDDLVHFLRNAGPKFENIFLTAAKTEEHGKPYDFVTKAL
SMCGELSKTININIENTLSYDIGKASTIMKYFDSIAPSYIQVKFSNYFEKKYALCDDYLKLPNF                
>Mlei_ML04343a                                                                  
MACEQFPVSVGSFSSEYGSPYSTSNVIRNVCGTPSKMSFYGDNWDSATFRHYGKAFYQRPSYKAFPCLLNPKWFPYTDFM
ECSFSIPVMATAVKIYENFFPGSVKRILATSQYLNRMDHSRRRWQVLWEQASQSESSTDHQYCLNLIEFPKTLTPVDTIR
IELDASKSEYYPQIDAIKLIGEKYVKETNCNEVENSHVLLAVDSQSVFNVRMPLEIPIEGHDMCHNTASVSIIQPHGIDS
LPSEIIMKILGFLNVDDLTRSSRINKLFHRLSRDPVLYTCINLRPFYRVLFDQSILNISKCCSVIQKLDLSWLGSNNQIS
TSTLCSFLRNVPYLSELRLSACQMLASSVLETLAIYCSNLILLDISYCNNGLQLCVSWLTNLKKLKYLDVSHTLITTSEL
LCLLNRLKNLEWLNLGSPSLIADQDAVINSITKSPCGALRGIQLWNWDKLNFSCISQFLHFHGKTITELDLGFCLSVGLH
SDILPNVACACPNIMVLILTAHNETTDAGLIDLSRGCLMLEQLDICGSKHITYPALKTLILACTNLSILDVSYCLKVSVK
DVANLQKLSSTTSIKDVATFASKSQDAVFNFDDDRLYLNDII                                      
>Mlei_ML045223a                                                                 
MGEVTVEVLSKRTEYQEIIEHFKKWNSWQQHYFFCRYTEILDIKLLEILVTDFEPLYHSGYRKANEEVEASKVGKSGPSL
TSIKSLKLVRRKMGRIPKERLYHKHVTEDVFKDKTMADYIKKPNPINLKVYSQTMTTDQMKQLFLDQLDYLDSICKNWET



YEFIHLIHLLFPFCEKTTLLYLSSCVNKRVHAHESVLRLPECAVRIVCSYLSPNDLARTARVSKIWLRHSYRSPAWKRGA
MDLNYTGIDFTRFAENSQDTLWRRIYIELHELNKQKSIKPRMGFGSIVQGMPSHNVVTDLQTTKNRHRSPELMKSWSLKK
KILPQNLTTQVEHVASVASLASRFASPRPKTVTVNVMSTSDSATPFVHTPEIPAPLPTAGPATKSTTGVTIVPSGFQGIP
SVNSFNHLAPEEPMSRVPSVHASCCLEDEIAYEEVLVPKQHSDKHAKFIKDLAGFSVCISALASTYPLKSVDEMLGHKQA
VYTFQADAVRLISGCGVGILRIWDVRTGRPVKKTTAHNGAINSLQFDGHKVVTGGWDTFVKIFSVSSLRCYSVLRGHSDS
VTTVFFDKTHLISGSLDKTLRIYLPNNTDTIVTSYTCEHVIVGHEAGITHGDMDQNIIYSGSLDHTIRLWCAKSYIPIRT
IHCGAEICHFTFDQQLIIASTENKRLLFIDSTKEEPSHHILTGDSVINYIWLYGSRFITGDSEGLVKEWDLPSGAMLRIL
HGHLGQVHCVQASKTQIISCSFDQSIKVWHLLQLKSSDNSLE                                      
>Mlei_ML050412a                                                                 
MHRDLPLELVEQIFLRLPLSDLVRLTTLSTFYHDLIHHSHLLWTHHLQKSGLLGLSSDIQNSPNNLNKFKRLYGFVKELE
ETLETLSHDHLHSTIIEIDLETDQLQSYLQDPEKREIAYRHLSSLLHSSNKFTNLTQKLYARYFLVAQTQLGIIQDLASC
LRSGSVFEGSLLVSRWVGASLGESSIIHNIKPTECIPVHETIESIVNQCRGLIVPSATIEAVLSVINRVLYQDFGLKKNV
DNYYDVENNRVDRVLYKKTGIPITIAIIYHEVASRLGLTLSLVNFPRHFLLSFESSTGTTMYIDCFNEGNILSRGQCLGL
CPISMIADKDCYFESTAPANVLERLIRNMNFAQVVHVSYNRAFFALNLYKLLSYLAPNDYESAVHAMNFSLDLRIKCNFL
QKFSCIEPDVWSKYCRRVSQASESLKNQLRVKRSKPSHIKFNIGSVMLHKRYNYTCVLYGWDERCMMNEEWQVRMGIASL
EFQGNQPYYRVLADDDSERYVAQENLLGTRSVFINHGDVGKYFSLYDGERFVPNSALKSVYTYLQKD             
>Mlei_ML064917a                                                                 
MMTYFSCFIINDDVFQLFEERKVLIGHWFENWTDAQRRQFLEHLVEKFNKMSVHFVHNMIKDKVPAEPADFTRALPQHIS
LKILSYLDPRTLAQASLVSWHWKWLCEHDVVWKPKCLKRGWDYGKPEPPYERAVWKRFYQQKVWDLLHPPPPPPPASNAL
EGTEEDGMLNTSAESGTSRRSSTGGARKKSLKGGQGKPKAYKLGETQPINIGYMKHKEQELPPWRSSDSKPKDIQLFNKE
ILGIHCESVPRHISDKFQKVEIHRTPQSPRCNSPHSRSLDLSRRSASKENMKSPMQSKSLVMERKKTVSPSALVKSNSSG
NVLSSSTPAKRNSNQTTKKQGPMQRKLNGISTKTMANAANRAATKQQRSKNLKKNGSDSVDDGEDITIPAAWGQKPDLHA
AKKVASTDTLGSDAALDQESNDSLYGLFFLSRFCLLPFGQNDFFNLLHIRYY                            
>Mlei_ML085026a                                                                 
QNYQSAYALPINVMIVIFGGLSAKDLAQCSLVCSFWQQILLDDYVWKQLFTLHWGVNPEIPLRDDIIRESSWYSEYKRLH
LFQHGPPTLTSNVHQGEAVYDLTFSRSGKFLCSSSKHLVVVWSVGDNSIDIINKLYVSCSEDSDPDFENPGDMGVGVRYT
LFNETDEFFLVFGLQLQLDGEQHTGKLYQVLVYTFPDCYMTRTIEWLGVENCDANPGWLGRFTFTISANNDQGFVGRVLL
CSVFDRYDSVELVNIYNDIEDIAIMNDKSGMQKFLAFCYIDDELNDDLEYSQNAHKMALYAIHSDLPMRDHVCNPRRFCC
IESKYWSPDPAHYTSDTFPSIDNHLGAAIRQIDDTLTPNFAVICRPTRKPDEQNNSYYSDDRLDLRIYDLKMNLLRKVPL
QAMVPPKLYLFDHDYWLDENINSLLISGDLDPGLLHYYDLYFNVHVKKKTGHTLGLNYAGFSPSSPFFLCTVSDDYLVKF
WDFRSYFT                                                                        
>Mlei_ML08549a                                                                  
MARECMYDNQDVRKYLLSFQVPETIEALLTVLTYYKPKNSLDHALLHLRRIHSGEFTGTTMSWDTFINPEDLPVQRVFKP
CFLEQHIFDNPFLRQKHHKQMIIAIEHNSKVQLRKHFQALKEYHVQQLTKREILRKNIMLADKHFTTKLLQRILVVWKDR
TKRYTANVEKAIKILLKSLSYTYVSRCFMRWHLFTRDIHWKNNYFQKQAMKQNATSSAEEQGYQSSKDNIEDVDNISRLP
PNVAAKIFKYLDLKSRIACSMVCNSWHALLQECTLYTELDLTNVGFDITDGVFSNILRRYKFFLYHIKLENCANISSKCL
ENLKDCKNLQDIDLSGCNVKAQLLQMLGISCPFVTYLNLSNSKCDDTCFANIAKNFPCLKFLDLSYCEALTEAGFYYLVI
SKSLKSLAHINLSGCQNVNGNCLANIGQCCIYLASFILDNIPSLTDECISKLAATCGRLRILSLIQAIRITDKGLKYIAT
NLVHLEKFYFEGNRFVTDNGVAEIMAGKKMQHIHFVDCLRLYDTSLKPCLYSRTLTIINLTDCVRLTDAGIKHILDSPAA
SYLKELSLTNCIRVGDKSIQKLVNCCANLAYLSIAYCEHVTDVGIAMLATHSTLRMLDISGCSITDYGAGYLRQSPKLEY
LSMAECNLITDIGIERMASLENLKYLDISYCTNVSDYGMKMLIYENKCLTHLNIGGCKLITNSTLASVASVCSYLVKLNI
SEIKNITDKGIRNIRVGCKNLKYLNVSCCPKLNYGSILKLIQRGCTVVHTINSG                          
>Mlei_ML085710a                                                                 
MDPDDMEFSSDESDLEQEEDAVFQSVPLNPNKLLSCSINTSLTSTGIHNLPTELIFDILEFIDVKTLLSVVKFVSRYFYD
LLKSNEFWEMRLAGCLKSSENSNQNSLQVSDCELKQMFKVGLPNVVFELESAHSLKFDSSIQKYSMSSNHYGDIHCVKML
SHSAKRLALSGSRDKTICVYDLDNFESQEDCIINTNTDHNGWIWTIDQEDCQSSNIASGSWDSYIHFYDIGRGSLEKTCD
ISVHSAILCTRYEKNLLLYGTYSKIVFGYDTRSKTTAFKLKNHTKPVLSVAASEEYIWSSGEDNALVCYDRRMNKLLKRI
RMERISSSIRFLEPYLWVAGYDGNIKCFNKDMKIMKKIETGHTQPIMDMCHNMGATVTACKDGVVKIFSPNTSPVLWNSF
TLDNSASCVDYRKGIIMAGCCDSSVVFWKNINVD                                              
>Mlei_ML09358a                                                                  
MASLENLPYELLLRITENLQAKDLCQVALVSKYFWFLSQDENLWLHLSVREFPILDISLVPVHRSRTVYYDLIKHKRLLG
IWISEASGIMLIRLTRCGLVGQKISLFSDEFGQLPHFVCTDSLKMTWDTQLGTFNCPVFSTDVGWVKCFLYFSSRHLFIR
ESTGPFSTSLVENFYKFGYTSPAGSSHLPLQPGLFVAVAGRSQCPVVSVQYSTDTDVMTVMKVLNYQDLHTETVRIFLSQ
EQNPDALFEDSNLQSCSRPSPSTRSGGLGGRKIPTRLDTLSGGVLRRLSSSYRAIFSCVIESRIDPGEAELASGFCVILN
KDLFSLYNSSLGRFRLYFRLENVLSK                                                      
>Mlei_ML09666a                                                                  
MSYEEELTQFRNAWKDELSGTCPTKLVKAKQLYLKGMLLEREGYCYEAIEYFRQALKLVPDIEKSIDVNIDFGQSSSYPE
TISGLEEVEGQVLSNLSADRSKWLEKFNTSETHFDDIFTCLPERPSTRTHISALPNEIILSILRYVVSTELDLRSVESFG
ESCKWFYNLARTPQLWQAACQKIWPEVWPQSDSTTWRAIFINKPHMRFDGVYVSRIKYYRHGEQKPNLCCTLQTVFYHRF
LRFFPDGLVLSLNTTQAPQNAVVALKDRASSNKDVTYGQYTISGQELKIVLFQRDISCRSSIKLKPDQSFNITFKLSGLT
GRQTLQWLEYFTVEKKNGQTKKSTIAIVPPHFSKFVYVRAKSYTAASAGTV                             
>Mlei_ML096911a                                                                 



MQGNNEEEEIYMNTSAAALTDMSNSKGSLSHLQPSPKRTAPPERRQINYPPAPINYNASKILQHQTSEYMDMDSVAQLTD
YSEIPDEEVGNDYDEVPNNDVYDSGAINKSSNESVKYTSSQIYPTNRSDESLHSTKISSESVRSYDSGISSSQQESNNAR
DSPPSIPQKQGSHSHLPLRHTESDPSDIYMVPPSAITQNSENRRRSDHDYFNPPTPTSPGSAAPVKPALKKKSSYNASEV
IMLDEGIEYMKHSETISKTKKLGTPTPDKKKKKTAAGVDKLLSNLTLKKNKDSKSLHGSGGLKTVGESSKGGYYRKAELK
ERPLPPTPPDHELEDYAEIEDGPEYVEVVTPEQPPSSTLSPAQRTLSPAQRTLSPAQRTTNGKVVLERQRSKSVTGALCT
ALNQERRHSTPNRPDERQISMYEGCSYVTHDPGPLDDEDFHDYTEVPDLDGLPGSFHSNSSGYHSNGSSVQSRHHLPGSL
ESCKSLHDTDDLYRPPLPSSQPPRLPTSQPPPLAEPSRPPPQEPNRAPPQEPNRAPPQPPKVSSPSVQHGGIKARPVAHV
SPVIQIAAVEQVATRAGGNAAPVTRGGGNAAPVTRGGGNTAPVNRGSSVGSSGSSSPGSASSSSTLGTIGASSIASSPSL
TPQAHHQVCGLVTPSPPTFYSPTTLAKLPTTQLAEPVSPADLMHRTQSYTPYPHHLSKPPIVLVEIDVQSLCENDKAVIR
EHCGVISSTLIRASTESLIKLKYVTDNRDVENYVAACTATGGACIEIIKHLTVLADRCQNPDLYNLTFAHKTKLREIVKR
LVESVKMAKVQFPDANAHEDMLSRRNELITAIREINVLFSLDFEMDSDTSDDEIIVRDPRWCLDENYIKKRSIINESNDE
DKENQDFVDDFEQSDNRYWGKRLRKRRKSSLVEENCVGNDEDDSLTAVIREVRLSENRVPVKFTAHAADAEPSKSDSSTR
RRTRQHPSSSSTSPDTDLTPSAALLPDTDPAPPTAPSPVQPSRRPTTRSMMDLPNELLHAILVRVPGRAAGQVSRVCTSF
YRFYQESWVWRELCRNELGLEVVFKNKCLVATDIQIDRFNKRSLDGLPIETDIFSIKLNNISNISKLSRQNKISADCLFP
GPRSPHQCEIFVKRFDKSKLDENAARTPQPGFSIRCPKNKFDFYVTFQLYSVFLRTLLNMID                  
>Mlei_ML11572a                                                                  
MLLNRAVWTTIIPNTNDHHYPIEMEEKVDVWRQLKVGFSLPVFEEVDVSKVDKDQPSLHMLNDECLDLILSYSNIVEICK
LGMVCRRWYNACLSRLCRIDYLSIGELKKQLQDKTLTSGTAAPERLSIVNFIDLVSLNHGSLNTLSLIDVTSSAVEEISI
QLPEIPNLRVLEFDKDIRFSADCCDTLAAGVIPKLDALSLYAESVPNEASFWKMLRSAQRLKHLAIKEGPTQIRHRTGRH
QPRLGLLEALSPQNPLVSCSFYGYINLHPKSLEYIFKNFSQTLEYVNLSSTNLEGLTHMNTRWLPTLKKMKVFLAAIRHH
ELVEDDMVPPTPCSQELVEVLKLMPNLRVLDLEENHHLKDTGVDIVSVLTEHCPLIEEVNLTNCSLSPDGVLSLRKLVRL
KRLFLGEIYDSSSCFGADILDSDWTVNFRNFANQVLPSLSELECASFPITDHQGPPEDIVSFFDNAGPKFKVLSFSALFI
VTLSVDKLQNRNDFIENFAKKCKDSCKHRNDVIKLHVHGYGLVHKSTCQYAGNHGNNVSESECGCRNATFDDVAPTFLKI
TSLVIDEQFDHRDFYPDNISQHGVIKIRNEHVRLPRLTPGHF                                      
>Mlei_ML11852a                                                                  
MATFNDINPQLKAYLLKHRLPDIFECIFTALAASKPADPNKFILEKLRDYQEGKHFDLAWDSFVSRKDLPSRRVFKRTFI
ENFFTLEDLAELRYYFYFQPSEEQKRLAAQAYNDALLKKHFSIECTCMYTFKLNYVVVVVNNQQVAQFVDKPQQQHKNET
HVSVLAAKMRKICLQNAIYTTFRAWQQVTKHASDTNKWFKKYEILNSDDEDEVKDKAVGQDFISKLPHKASNRIFSFLNV
LDRLTCSLVCRSWKIMVQDRSLWTQIDLQRIKDQTTDRLVANLAHKFRSFLCNLNLRDCVRVTSSSLRYIGECRNLQELS
LSGIKQINADVVNDIGLGCKNLLYLNIAKCHFDDGVLRVLARHYVNIQYLSLAGCTGFSTAGVYYFMVGQGLHKLFHLDI
SGCSQITHEGMRYIARGCPLLHSLALNKLAMMKDESLYFFTKYCPNLKALHLRHASSLTDTAFMYIADNLPRLKTLCVEG
NHNITGASIKMVGRGCPDLVHLFIIDCIQMCDTGLKGFSSTRGLRVVNLGDCIRISDHGVRNIVDGPSGPHIRELNLTNC
LRVGDTTLFRIAQRCQSLAYVSFCYSEFVTDAGVELLGNMQALRSLDLSGCAVGDAGLASLGNNPNFRNISLSECNQITD
VGIQKMCSRLLLLETLDISYCGNVTDYATKFLAFSCRELVRLNIAGCTQLKVAKDVNRIFLSNLNAKLKRTRDAKAHTAP
APHTP                                                                           
>Mlei_ML12348a                                                                  
FPQELLGRLPANNRLFLVRNIQKIATVDFISELPDELSLSVLRYLDPPSLVAATQVSRYWNKLINTECWLWRESCLHLRI
TLPYLTPHPASYYKDRTLSYLRNIRQLKCKNGCVTRSVSDVSATPAHTSRTLALSSTGMRVYSGGDDRYIRCWDRSSFSL
VSEREGLVPSCIDCTERIVAAGSFNGCVLVYDTDINRLVTTCSRHMGPVYDVKCSPDSSLVVSGSTDCTVRVWAITDSSS
SCKHVFRGHETMINNLILLDSRIFSLDIARIIVWSLPEKKMLCDLKPQTYCGKDGYFQPGLMNSEILVNGGKQLSVVVCG
SSHGVYMWDATTYALLRIVKSPGYVCAEHIVGAGSAFFAATYDNGVALINNLTGEHELTIHVPQFNNTSCGLWLNRMSPW
LDGRFEEADTQPLFVATTLAGDISGFYLK                                                   
>Mlei_ML14143a                                                                  
MFLQELPPEILLKILHFLPLSDILTLSGVSCYLMQVCREKFVWRMLTRRDYGALTPHQKPKQIYRNFYHKLGKIVGVYRL
FTFFSKHLLHIKVDPEKSGQIVLRTWPLEAVGVDARKGRDVMRICYQRTGQAIGLCLEGNDEDNKVFCFNDHLESEEHCF
AFHYCTGNLFFNPLKGDHDFSVKFCPKNKCLAPEFTKVVCCQKILKFKNGNRPEQQHIIQPGIFARYHLNENQNRLLLGP
DTFYNLDTIGGAAPVLSISQFTSQHEVLSASLLMPCDLANMSRGCLLNVDTPAFDVDHMVGKPFPWCEAGMRDIRSGGIR
DWPKLYRAAYFDVANTAFIVLFDGRTVGCFFSDGTFDLLERFDFI                                   
>Mlei_ML141718a                                                                 
MLDFEDLPYELQCEVFKYVDLKDFSNACCVCNSWNKAMNDSNTWIGRLMKKNMHVEPGILHYILFDRKEMMNFYILQSKS
NLLKNVNFDDGKGDLSGGENFPPNFDHWHYHHGNWRIERHVGCDPFPSEAICAKYNAVTTYFSCERKQKIDLSKWYPNIG
VLLTNGYHVRLYWKVWIAARYDCHSIYQAFILFENRNAELEDISNDDTEENNNKIRLAKHNIPAGKKWIKLCSTLDLDPS
KGTSFTYYEAGQDSKFWAGHYGSKILNPTITVRIVPN                                           
>Mlei_ML14762a                                                                  
MKKPLNPQPPEQHLSRSLPQLSNTPVCHCPVCCSCRAGNNRKSWNTPCPLLSFIVPDKTVRPSSMISPGSQSLTPDITVS
RKTSDISPRSTVSLRSNCSPDVGNVPLSLVDNPSAHSFISVDTRNSRVRRSCPDSSVKRSSVEEDSPLLSFGRRKRFRRP
RGVPTVQFHTHLKTMLGWYEEFDDAQKNDFLKQLLEISNSPQTHLLSTLMAPILHANCPHNCTDILYWLPPSISLEILGY
LDVYSLVECQKVNKYWYSLSCDMKLWRNLCFRPFYRLGAKVASKQLEIFKSRYGYIPWRQVFIERYKLQQNWLNGNCYVR
TFEGHTQGITCVQFDDYRIVSGSSDKTIKVWSTRSNTPWAGLTLRGHSGTVRCLHLNSNQLVSGSSDCTIKVWDLAEGVG
WSRSRCTVTMVGHSHTVRCLQVGIGVVVSGSYDHTLKKWRLDTGECMATLRGHLAAVLSVQFDCNKIVSGSCDNTIKVWS
FGTGECLTTLSGHNNAVTCIHFDHSRIVSGSLDTQIKVWDIKSERCIQTLDWASAEGHTGVVRCLQADTWRIVSAADDKT
LKVWSLESGKRLVTLREHTDGVTCLQFNDLKIVSGSYDKTVKLWDFTKS                               



>Mlei_ML18644a                                                                  
SSVECPVSNMKATRKRSRHAQPSSEEPLTPETPTKRKSKLSEDVPKMPCTRDASVGKRKRFSSQSDVISHEVVKWVEGFK
HFSDTDKLGALDLLSDMCDTGQARYILKKIEPRFQRDFITLLPKELAMSILRYLEPKDLLNAMRTCKSWKVLCDDSLLWK
DKCRALPEIPNHYYDDDSDNLDWKKIFLTRQELDDNWKTGRNFVKKELKGHDDHVITCLQFHGDRIISGSDDSTLKVWSV
SSGECLLTLTGHTGGVWCSQFEGDIICSGSTDRTIKVWDVHTGQSLHTLFGHSSTVRCLSMYNQICVSGSRDATLRVWDV
QTGECKHLLIGHMAAVRCVQYDGVRVVSGAYDCLVKVWDPVSETCLHSLTGHNNRVYSLQFDGRHIVSGSLDTTIRVWDA
VTGTCLHVLSGHRSLTSGMELRDNILVSGNADSLVKIWDITTGACLQTLDGPSKHQSAVTCLLFNSKYVMTSSDDGTVKL
WDIKTGDFIRDIVKLESGGSGGVVWRIQLDKTRLVCAVGSRNGTEETKLIVFDFSVGNEKTKQVAMCSTSSSEIMY    
>Mlei_ML204411a                                                                 
MVVTRSGTTCTPTGSNDESVKKRKSNPEMPEMVETFKEWESDKQTNFVKGLLGEMCHEQHWQIDMALRPYLMRDFISALP
EYVSEQILSYLDELSLCRAESVSKRWREIICNGHLWRKLIVRNVNTKAIWQRLGKRREWISHLHRASEFGSEYYKELYPK
IVQDLKMSNEMWKLGKLNLRKIDCASHDSKGVYCLQYDDEKIVSGLRDNTIKVWDLDSLKNTMTLTGHTGSVLCMQYDEN
IIITGSSDASIRIWDVKTGEPLHMLIHHCDAVLHLRFQNGIMVSCSKDRTIAVWTMSGNPQNIVMKHALVGHRAAVNVVD
FDEKYIVSASGDRTIKVWGTEACEFIRTLQGHTRGIACLQYHGTLVVSGSSDCTIKLWDIEAGAILRTLEGHEELVRCIR
FDSHRIVSGAYDGKIKVWDLKAALDPRTPVKDICIRTISEHKGRVFRLQFDEFQIVSSSHDDSIVIFDFLSPHDYYGDFS
ACKRVHHYSETSSLELSDTTLRRLDSANSLDSLDELS                                           
>Mlei_ML20838a                                                                  
MEPADQAAPLDLILDGDKKRKLEGGFKIPKKKRTDSESKDEAKPAVMSPVKEEIKKEVPKPMKIKKKKVTDLEKDETYSP
SSKEKMKQPLLDRPPKLALLETPKMALLDTPSPEPEESGQPTTPPMAEEDRSRFGLDVPKSVILQEYVTLTDESKHVLTR
EIWRRIFRYLLPGSLVQCMKCCKVWLDWISDPIFWPSINLSRYGPIFPDTLKSVVLRQPGEIDLSYCTITRKQCDWLLPR
LPNLKTIRLSGLPMNIIGSLNGPLVANLRHIDLRWVDDLNDWGLRDLLSVSSGRDHKPRFRDLQGLQLSGCPLSDDVINN
IIRYCPNLKHLDLSYNSNMNDRVVEAICASDLIYSLTKIDFSGCPHVTDKSLLMMKKCYDLTWLDFRSCREVTRGACVRF
AHSFKKELIITEDKLIHPPTVDVYLQAS                                                    
>Mlei_ML21207a                                                                  
MEVSCMPEELLEHILSYLSVVRELQTAAQVCQLWRKICVSIFRHKHNSFLEQALKGNFVWRQCGRTGPARSNHFVPKHMK
PRISAQRLSIPAPRSFHHAAFHGQSIYVYGGENNETTGSSYFNDMFKFDVLSQMWEKVSTSGTPPTPRSKVSVTRLRDTL
IVSGGCVSARMRSSIRPAEIVHQDVHFYNIEKRLWYKGGTLLTSRFYHESICLENSGRITLVLTGGLTSTVEMSDSVEVC
DLKMDCDGFFSISECRKIPFPRQRMFHSQAKINERTLLVYGGMNQDPENLSDHLIRTDACLIKFDESLSNCELVDIAVHG
SDAYNGLYPAFVSDFARVKDSLIFFQRSGYIKQKLSSDGRPYPNFYQADTERKPTGDEIYRQDYYHTFILNFEGVLENTS
VSWLPVTKNPPLLAPRKAGVNKLIRILHHEGKYGFSHPLEYSSVTMLIKHFKANSLSHYNSGLDICLTQSLPRPLARGRD
EAGDLENQYNTIADTLDQLTEEFEGHAMKKREYVEKIETINRIQTAQNDILNWLFAQQVLFDERFKMSSQGALSLMKEQS
HALKSQHRTETRVRDDLEIKHSMTQSCLRTIDNKLKTLKLEIKENSRKMHELDRQLRMRNVDPEELRAAYVEKEQRDYYP
VDNHPGYEEPSIVQPHPLPVCCRDVVEMLYRCGTDVVQMWYRCGTDVVQMWYRCGTDVVQMWYRCGTDVVQMWYRCVGGT
LSDEVFTGTQPST                                                                   
>Mlei_ML22603a                                                                  
MEQLPDEVKVQILSFLPLLDLCQVALVSRLWNYLAQDHSLWRYLSIKCGTHDATLGRIIEKHPFITHFKYVNNNKITEAG
LARVFVQCGPTLSHLFLDACDLLSSDLISAIVEYCVSLSHLDISSNTCVDDVTICQLATCQSLNSLDISNCDRVTDGGLE
VLITQRPLRKLLASYLLDVRVRTIENLVAFCSLTLHTLHLDGGNLCDEDVAKIGQITSLRELEIQYCDEITDVGVIALSR
LSHLSIIRLYRCFNLTSCSVSEIAMKCSYLNQLVLSDCSEIDDRGLLSVGRHCSYLEKLGLAQSYNHTVTDVGLSAVLLG
CGRLTELILKGLKGVRTFISLIPGLVRTFISLIPGLVRTFISLIPGLVRTFISLIPVLQQKKLQYVHLGGCQNVAPSLQE
TVAALAPWVILYGHYASTVKKSRYVSQCLGNIHAHDDSSLMDVGTSLRCSSSWSLPRYK                     
>Mlei_ML233314a                                                                 
MIWLPTEILEEILCYLDYQTLKQCCLVSSTWYHVIISLNGVWLEMCHKNNIKLGSGDDSAMSTCVMTSSRHVTSSEHVLN
TAEFYREKIRLLARRCREFNMKGYPFDEEIEPLDVRFMSSNSNYIVLILAGNELVCIDNISWNVSVKAQLRYSDEVVFLE
CSDNFLVIGHVSGRVTVYEMTSRDVVMASRGTLGTSDDPVKVLDVSCEFQARLAGVKGVKIHVKSRTLAMICNSDLTVFR
DGRLIHEVEDLDSFNWSKLLWDGKTPKDGIYQNLFNFVSEEHIVAVSPQKLHFLTIGSSAPSSITKVDNKDGHTNCLLHK
TSQKCYFWPSVVISDKYICCRTSCSVRLYHKRANKQTLVLYKVFPKFYSPNERLVFPSERVNLIGIGSKFLVTADTHIFP
RILIFDVESGNLVSIIGDDRNECESQISIYHGIYHMSYFVNIPSRSWLDGDFRNDPRPCLITYKHKDYLSDNALWLFQLE
RFRVRADKPQEFFGQCSKVTTLEVRRKLKGTDNVIPVQV                                         
>Mlei_ML270540a                                                                 
MWSSTPHFILTDIFSHLPIVDVGECLIVCRSWNSILQDEYYWKRRLKEDWGIDSLRETHQPCSWISEYKRLHCMQSKSNS
KPWATLNVHDNEVLHVNMSHCGHYIITSSKDKSFIVWKISEYSSRGITMFKRVYFPSWVAVVQSLFNELDSLLLVSGVAE
EPIMGQVMIYSFPKCKHIKTVNCIPYDSFGSWLDNTFFIVGDFDEASYSAVVTMHSVFQNTPPKYVYSDPNSNQEYLYHC
KSFETCNSKRDPYKKFLFYACSRSTLVNHSLAVAVFTGVMTSNSEFERDGLLALTLKHDDDEEVNLKRHLLKKRISGEPS
DYHGSFKNIVDLKAAVIGINANKNLEKVFVNCRPWISEDNPSEISMDIQLKIFDFDLNIQRTISKAEAVTPSSRFFLIHV
SSSSLYAISGDEKGKIHVFDSNYNIYICSLSGHSNVVSCAAISPTNDNFICSVSDDHSIMFWDMGH              
>Mlei_ML30083a                                                                  
MVCTRSQARIPLAEIAVEHAHKRMKTISTSQTSTQSHDEGGTSEGGFDEARENFPPSDQMIEICTPKTPRTGVYHTEWIS
SPFWRQSLSNDRVNRWEMSADEVVLKIFSYLKFEDLFRCALVCRHWRELSYDRILWNEFNLTQRAIPFDKLLTVLGYGTK
YLSLSCGDVKERSAPSPRKRKENLMLEYADFGLCNIQPTQLSRVLDCAPNLVKLNLESLTLSGPVLRAIAKCSQLEILNL
AMCQNVNASQLVAVTRNCSKLRELNLAWCNLSEKTFSRLFPVCCDRMEKLNISGGRETVSCESIATLSSNLPNLISLDIS
DCVRINRSALTSLAKNCPHLVEFSCSRVYELSTVDVLNWVRLMKCLKFFNSFPSLAIVNDRFFDFKEKMTSRFPHVRLNT



KDRSDIARPCTSLHVPKGVSRLWERELRS                                                   
>Ocar_g1294_t1                                                                  
MAEGHINKPALTAEMKERIAIRGARKLYEKSTQAPAPSKDFYQLVVTEKGAILRWWVLTLRRGHRAAPSEQVTSTQDFQY
DTAMLSDIERVFGAEVKEDALRITKGGELDLLSRLPTNLFLGLAAYLDLTSLAQLARVSRRFRTLCNSDSLWKILYGIHV
GREGIPAEVKEIAKDIGWKKVYFTNKLQLRMQVARLREKRASKGEVRGSSAKVTFVTEND                    
>Ocar_g1398_t1                                                                  
MAFLLSEGNLSEAAAKNLARNFLNVEDLEKVDQYRRTVMRRNGGIEAQLKTSVQSQLEDVKSGLAKLEGAVQVIGEIRDS
MAEIHSHNAVIESLKDDISTIKDVSRHHSQLAAACENLEHIVRVPETVNETEDMIENGRLLEAHKREIMRSPGIEVDVTS
DTERFKPLLSPHVVQALQKDYAEMTHHTVMEYCSRMLDHEVQDWNRDVKPDVDVDQQYHTAVAVLFFQMLDQNLSIAEVV
GVEVKNKIVAVCFNVIDYFQERYKGGTDEILTIKAIFLQSERQKPTYFIEYMTAVANNCHASIHFTDQLQFRVLTDCSHE
EEAHLEKRFKDFSDNFSTIAELCCSILLDVVYMDLESHLSQLFGKKCSVLGTVDVTMQDYARDFQHLKPELYGLAIQKAQ
KRLLVSYISTMLQRQFACIVLELLADVIEIKDTSLLPLELEGLANKHPDLRQVHAFALLSLRGDVNKSTARDIISQTKLA
DLDDDDDQESASSLHLGYFSQESVNVAAGKTTTAAAAVVTAAAIGSLSVGSKRKCLLRQTLNDVERREGGSGGGSGGGGK
AGVKKVKKAGVTKRNSGLTVKYKMEKMLEWFEELDDQQRNVFLQKIIDQCHCAQLHFLSIAMGDNLHRFCPHNCQDILSW
LPPAISHHILSYLSPDDLCHCSQVSIAWNVMASNELLWELLSRRKEWQFSEKGERRQLREYDNSDHVQWKLMFSERYRIR
RNWLKGRYSVRTFEGHSQGISCVQFDEQKIVSGSSDKTIKVWDIHTNKPWSALTLAGHSATVRCLQLHGDSRLVSGSADQ
TIKVWDLTNTGGDWSCAACRATMVGHLHTVRCLQVDDTKVISGSYDKTLKVWNMMDGQCQMTLRGHDEAVLCLQYDSDKI
VSGSADKKIKVGIGGKCIHTLSGHHEAVTCLHFDETRIISGSVDSGIKFWDIRTNECIGTLDWIRSEGHTGVVRHLQADK
WRVVSAADDKTLKVWSIETGQRLLTLRCHSDGVTCLQFNDWMMVSGSYDKTVKLYDFSVC                    
>Ocar_g2695_t1                                                                  
MFPGPSAPVEVTVIRSSVTSMEIQLKWKPPKQKRGIITDYQITYSGSKQYTEGYETKLFPSQGNVSVSKDEHQFQRERRG
KCSSSGKNGYRSTVQLLVMEISFFAGVNKNAWEELFYSADVKNFSEALNSESPQVYVAAEFDFRSIPPTFVVGDGQLVGG
YWNRPLQPGQEYKFALRSLVISNDKRNPFSTSDAITLKTVVVNALVLPAVTTEDTEVLGLEGDTTILLVTIAGDPKPVVT
WLKDGENLPGDKEQMQLLKDGSLQIGDTRKADAGIFKCVAENSSGKESLVIMLKVQSGKQVCEKAAIPAAEFENYVRNMS
QNEDEAFDEEYKLFEKVKVPELEKTIARLDCNRGKNRYANVVPYDHCRVVLNEDPTKPGSDYINASYMKGFDGEPDEYIA
TQGPTERTLEDFWRMIWEKKVPTIVMVTNLEEREVVKCNKYWVEEGAKQLFGAFLVESAKEVSMEDCVVRTLSVFAGDER
HSVTLFHFTGWPDHNVPSNAASLLSFVKRARHHHNQHKEKGPMVVHCSAGVGRTGTFIAVDCALQHHAKFKTVDVFNTVL
DMRKCRPLMVQTAQNCRVIIMLTDIEEGGEVCKECGGTCHEGSLDTETITITFLKDEIGSGYVLRYFQLTSTESDETVEK
NVIQMQCLDWTQAECPRTAASVLGILEELERVQRQLAECSHFAVICNNGVDRSGTFCAIHWMLEKLKTEQIVDVFQVIKA
LRKKNAGIVASRDHYQFCYKVATEFLDSFSIYANFKSLXSLPEAFSLSLNGKNVLPEEESFSLTSQSIVEGDLLRVLEST
QLLMSADVERASSSSTIESQPDKRSIKNRKEDKRPETSNSSLLVDIYKSASICTLNEAISIALHCFMLEGGFVEVTKENL
SDVRRQQPSGVCRLHYIHPLHDEVVCTLVCMSIGPCTVLHANIPCVLETRTMRVKPSDYIRGNAPLSSGANNVYQNLPAL
RRRFTALIIHPLLGDIRRESGQIDPKSFVGLPCEIKLIILQNLDFRHLLDCRAVCQELRTLADDQQLWEALYCHHFRRGH
AHIEGGNVGGIVIDWRKVD                                                             
>Ocar_g3080_t1                                                                  
MDVDDKLNINSASAEEMVVATGMKSNRAAAIIQHRERNGPFRQPDDLSNVQGISPTFVESVRAHLRAGDEEMTPRQRRAQ
RRDARKGVRQSGPLDSIETPEGEEIGSPVQTGTSAPPKRKRNFPPSPIGIDDGTLTKRLRFESTGSFVGSSLDFPIPLTP
MKKRRMVPLPGNAEPWFHSFNEWTRDQRHAVLDELVNRCDASLQRFLLGIIEPQFQRDFISLLPKELAFIVLSYLEPEDL
LKAAQTCRYWKALCDDNLLWKEKCRLCSIDSSIVKSNRGKRIIKSWKQVYLTKHKIEWNWKNGPLKNPKVLKGHDDHVIT
CLKFHGNKIVSGSDDTTLKIWSAVSGKHLRTLTGHTGGVWCAQFDGSTVVSGSTDRTLKVWSGDTGNCLHTLHGHSSTVR
CMAMHGQTVVSGSRDTTLRVWNITSSQCTHVLIGHMAAVRCVQYDGKKVVSGSYDYTVKVWDPESEQCLHTLQGHTNRVY
SLQFDGVHIVSGSLDTSIRVWNADTGNCVHTLVGHQSLTSGMELKNSTLGLDKHQSAVTSLQFSDKFVVTSSDDGTVKLW
DIKTGEFIRNLVKLDSGGSGGVVWRVQCSEKKLVCAVGSRNGTEDTKLLVLDFDV                         
>Ocar_g5446_t1                                                                  
MADFAGTRESRSANGEDCNDSKATLGRKLLDLPPELLLKIFGFVPTKDAIQRVCRVCKLFHSLFFAEKRWELRYRSYNRS
KISEEEAEVDWKKACLHREEAFPWFRKIDHDINIFKLGGHFASLDCVHLLPDVKRCISGARDRTALIWDISELTHDETST
GCSPVGTLNGHKGWVWCLGSDPVNSEIVFSGSWDHTVRVWNLEKDTSEVIQGHPAAVLCMSTPEPNILYTGCFDKHTRCF
DLRGPDASFTSKRLKRAVVCLEVKDNHVVAGCEDCRCPSMPICLHYSDNLLRVGALDGNLYSYRASADELTQLGMVTTGH
SMKVTGLYHDFGLMMTSSTDGSVVVHEPWGESNVSTIVQLAGSQITRLDYAKGVLALAVSDGFVRIFILMRNILYSQLSK
A                                                                               
>Ocar_g5483_t1                                                                  
MVGDSGILVEDRPIGFEEQRRLCLEHYEGWREADQTEFVELLLSKMSHYQHGQINAFLVPMMKRDFIGALPQKGLDHIAE
HILSYLDSYSLCQTELVCREWYRVVQDGFLWKKLIEQKVQTDGVWKGLADRRGWGRSLFRTFLHREPASYRKLFPGIIAD
IKNMEDNWQCGRHQLTRIQCRSETSKGVYCLQYDDDKIISGLRDNTIKIWNKSSLECEKILKGHTGSVLCLQYDEKYIIS
GSSDSTVRVWDIQSGEMLNKMIHHCEAVLHLRFQNDMMVTCSKVNIDRTIAVWDMHTPTDITLRRVLVGHRAAVNVVDFD
DKYVVSASGDRTIKVWKTDTSEFVRTLHGHRRGIACLQYRDNLVVSGSSDNTI                           
>Ocar_g6578_t1                                                                  
MKHLMNEIIGKVIGERLCGQRXXXXXXXXXXXXXXXXXXXXXXXXXXXFRSHERIENQHILDNLHERIRRCATPTSVWND
LKDEIHGDKRLEAMSKLINQLKAETLRSESECVQCGEKLKKAVDDFAVDFFPHMEEEESIVQPLLMEHFTRDELRQLKND
ILRLHRLPTNSLSQEQLLLDQWNVFERKVQQSDVTLLPSEIWLQIFQYLGPKDLIHCGMVSKSWQALSHDLSLWKNISPK
KWASCDWTFHIARGSEDDETGEVGCQIECADSDDGKDQFSSEIQVLNGVVKSLLPRVGWSVRRMDLKGSKALTNGHLRQI
LKHCPYLEYLDVSYTNISDLGLGCLETWSHGVPLVHVNVSMCDGITDKGLRHLASTLSKPPLGSKQSCSACTCQNRKGRR



QKSGQQSLLVLRLSGCFHVTDEGLRCLAEGMGLPALEQLDLSGCPNVSGKGLTELVGTCHSLNHEEFYYCDNIVDGPYAD
TASGCKNVGSCSRVCCRSLSYY                                                          
>Ocar_g7008_t1                                                                  
MSATILPDELLLLVFDALPVTDLLSAGLTCRHWFRLSRDELIWKKRLCSEYPSQGLLEKDAPAFPEESSYSNYVKLWSCV
PRTCVQTCSAHKDEVLYVCFSHSGRLACTASKDATAAVWTVTESHRLSLLDSIDVSQPGGFEHALHSSFNPTDTLLLVCA
SRPEGIKGMIHVYDISKKHVIAHFRNSPFDTFATWMNENEILFGTLQHGYQGGYESVLNQCDVYTKRQDVFGIYQSDCHL
VTSMLQFIQQDTEAAVVMFTKVGQYELPQQVAFSKRLKVGDGSSVRSFNLNDYIIGLKMSPDHQYLYCNCRPFKEDQSEE
LAIEESIVTHAFRWHGPNEEMKQVQSLTGHRSFTEMMNCFFIYLDVHDDYIASGAEDRMVHIWHRQSGAKVATLSGHEDV
VNAVAFNPINPHMLLSASDDHTLKVWLSKSHSTKFDKEAII                                       
>Ocar_g7090_t1                                                                  
MYELLQVSQVCQLWRSISRHPSLWKHVHLTGDHIRQEVLEKLSNWCTETESLSLEGLGHALAPAHYDENLSSYKNRMAES
LWSLGVGCPHVKFLRVPPVPFSEAERYFTDGCLNAIGHAWPRIQSIGIGGALLTLSGITNLIKACPRLQHLEIEHVGGLN
ESAIAKMCKVGLKGLENLKLSFTKIEPSALRYLLGACPRLESVSIHVGVSDYFTDIKNPKTLSNFKEEIDKLRALQNGDL
KGILEITDSYG                                                                     
>Ocar_g8384_t1                                                                  
MTFWLTLPYPVLVQIFSRLDSVHLVIASRVCSVWHSLSRSQQLWKRLLLADFNFDALELTDQPLYKEYRRLANLAKPRLQ
RIVDENPHTDEVWHVAFSHDGNLLASAGKDSRVALWNIDRDQATTDIQWVLVGSHLEPPVKEVPQVAFNPDSTLLLITAA
VNKEGFLGEMIICRSESGNIMLRIPNTYLTFFGTWINSSWFLSSRKIFNSLQINSTSVCSPYLSTNILHLHFNFMGEAGL
KAIQNTLVKRNGRKCTVIFVIKLGKIYHIALIEISMDESGAPLPLSKMSFDKLKALDGIATGLALSPSEDEVVAVVFPGS
HDIREKPQSLEVHIYSADSLQLLCRLPSRNLPVPRELCFVFPAISDVIIAW                             
>Ocar_g8955_t1                                                                  
MWVGEQRVIDVMDVSSQQALEMWMGDFADYFKSPKRTRLLNVISLEFSQTPMEPLIQSPRVVRKIDWVDKVWPHYLKMEQ
TEGTNQMSDMKYPKVQKYCLMSVGGSYTDFHIDFGGTSVWYHILRGQKVFWLIPPTPENLMIYEKWVKSGRQQDVFLGDL
VEECWIHAVFTPMDSLVFGGNFLHSFNIEGQLVVSDIEDRTKVPFKFRYPFFVEIMWHVIRNYVAILEQGSGSESMVDAV
TEESVVTMDCYGGGSVVKQEVDEGESRQLLDVAIERSSVLNKLSMYEVQGLAALLFKMERTSLWRKRAPAEVADPEGLLA
KLKELLNGYQIQTTYMSSELREERPRCVSNTHLSGDVWKDGVNQKPSYSLLSIQELTDHSYWRRSDLKRPKLMSTGGPRG
DWRLEEGFLDDADAMFASLSVPPSGSSLQQDSDDTDYIPRAKAPIRRKRNARVASEGGHRQRKHRCGQCRGCVAKECRKC
RYCLDMPKNGGTGRLRQACEKRKCLNMSLTKLSEKSLSGKFEESDDDDDKDNEDDEDDVDSEADTSSCDRSSVSSSSSLP
RQRLLRSKGGRNALTAKSFKSPIINELDIPSFDFDENALDLMMSSVHGLADLTPDDLTLGGLAVASETDPQERKFTSPIF
NRELKNSKGNAVIRQLEEAQKMKSSFKIPLKAKRPDQSTAAPAVSEHHEHCWQRYQHSKDNHEGNIDDNSWPTPTDQGQE
EDNTQTDSNKKKSPRRWSSVTKMSSSQEHHKEKLSSSFSNRQRRGHRPKSPPRSNSSRFPRSLSPLKKKEKRQSQSVPVL
KVAAAVAAGEREAFLSREGCLPVFKYLSQSDLFRCMLVCRTWQKWASEPVFWRFVDLSCREIIPAATLASLKRRRAGIVD
LSWSGVSQRQLRWICNKVASLWELRLTGCPKAVLAAFFRCEPFPRLSSLDLGWIEGLDDRSVRGLFGSDGSARDCALREL
RLTGSTITDDSLGLLSACCFSLTRLDLSYCSFITDRGIDSLLSTTNSPACRAISCVNLAGCGKLTDKCVGYFHRCTCLQR
VDLRSCGDVSLSACLRFAASSSRLFVVREENLIELQSKCC                                        
>Ocar_g9594_t1                                                                  
MAETRRRPGSSRQTKSAWTPATHTPSNEQLFEERKMLIGHWFDMWTDSQRRRFLDFIFRRSSRNQLRYAHDLLHDRVPAR
KTDFTAVLPRFLSLYIFSFLDPRTLSRCALVSWHWKFLSEQDWVWMPKCLRHGWYLPYAPSEREYGAWKFHYINCVQTLD
MSSPSKEMAGLLASFTAGRNATGEDSEEGRRRANWKKPPWLDPDPRPEDLEKGWKAIQSSSFDRNVSGSHPVHFFTHSAA
SKTYAQAAALTQRRRQRRNTDPDPYSDESSRLAGDRNGRPASAIPLSVSFDTRENAFAFQPSALPDSLLFTTEMKHDATG
GLYPSAGGKDLRPLEQGYPSYSRPAVIFISSQMAAYELLLDALLFGVLPIMYEYDGTTLDALLLKLRVALSGRQARNVGF
MTDGCPTSVKIVSGHTMSSESMQTDEELRSFWEETSGHVLAPDRGGRIDLFVPLASTALSVKPGCPTKNVRVVNSEWRPA
NRRGELKPPAVYFEVNKLNAWANMAEHVEDALLFVKTTFQSYLTSRHKELAGRLAGQAVFDILGLVDAQRHFDLLLELSS
SLIDAIAEVPPSASTKDATLCLSSCLKSYASKESSMSKLTTNGINNDESDGEESAVEEEESVEDVEIPSKALPLEGRHTI
VQEVYHTEVTYMRTLSVIHSVYVIPLKAAIDSNKPVVSAVNLRMMVSDVEAVLMLSRVFIDDLKARLDTWTADQCIGDVL
LKFASQLKVYMNYVNNYSVTLMTIEKCEEEIPEFKGFLRKRERKPESLMLSLTELLLTPTKRIEQYLCMLEELKRSTPKD
HPDRSDVMAAAKAIQQVQNHIKETKEHYQKDRRMAELEQRIVDCPGLIEGNRRFIAETVVIQMKSIKENNDERLKIKGYQ
PFQDLGLFLFSDALLITVLKTKHFPLERAFSQTHYYLASVSLGNLHFSGLPDSKYMENACMLKTPKHRWIFQCRSAEEKM
SWLSILESSIRGTLSYEK                                                              
>Ocar_g9915_t1                                                                  
MSIWHYYKLQLTHSLTTPQSGKDKIEEEEDEDEFGLGDVEDFGSIQNEELGQPQSDYSAIHNQREHILQRGESLFTPDID
EMPSVINAEEEEEEEEPSDAAILMHLPPKDIVAVQKVCRRWNEIGSSDEIWHKKCLESIISAVFLRARTACSNKA     
>Aque_XP_003391191                                                              
MADMMSLLPHFVLERIFIYTSFKDLIRCSMVCKKWYSLLSDEDSIIWRSKFEDAGTRHFRNSKHFSELQTFRSKALAYEC
AWNGQGTSKNIYIKDDCLTLHRKPVAQSSDGIRGKTGFLRGQHYFVVIFQGPSFGSAALVGVCTNVNLKDK         
>Aque_XP_003391046                                                              
GGLLERIFIYTSFKDLIRCSMVCKKWYSLLSDEDSIIILLSELQTFRSKALAYECAWNGQDASKNIYIKDDCLTLHRKPV
AQSSDGIRGKTGFLRGQHYFVVIFQGPSFGSAALVGV                                           
>Aque_XP_003390287                                                              
MADMSLLPHFVLERIFIYTSFKDLIRCSMVCKKWYSLLSDEDSIIWRANFEDAGTRHFRNSKHLSELQTFRSKALAYECA
WNGQDASKNIYIKDDCLTLHRKPVAQSSDGIRGKTGFLRGQHYFVVIFQ                               
>Aque_XP_003389545                                                              



MADMMSLLPHFVLERIFIYTSFKDLIRCSMVCKKWYSLLSDEDSVIWRAKFEDAGTRHFRNSKHLSELQTFRSKALAYEC
AWNGQDASKNIYIKDDCLTLHRKPVAQSSDGIRGKTGFLRGQHYFVVIFQGPSFGSAALVGVCTKDAPMQKGGYVPLLGN
NEHGWAWDLSQKKLKHDGEVLEESIEVDVKIKDKIGMMLDMETGRLEFDINGEFINVAITNLPRDKPLYPSASAVYGNSE
ITLIYYGKPVVG                                                                    
>Aque_XP_003389084                                                              
MSKILENRKMPRRKRKPDTTSVNEQTVPSTAVHSYFHERLPSEVLQYIFSFLRERDLVSISQTCRRFNQIASTEKLWKDL
FQRVYEMESPFVPPSPENCHCPSMHVEDGLSWKTNFSMMYGCSHVYPKLASLPPTHPLRAEAPAVKYYSTVTEAVEDAPP
CGRILVHPGVYNESFVLDRPLSLIGAGPERVLLVSTTQTVIEVTPHVKHVQVSNMEIKFDAPDDTPNLRQYCIDIPHGSQ
PILHNCHFTNTSFCGSCIYAHGDDAYPLVTNCTVANANNVGIFVDDHAKGRFEDNDIHNNKLAGVWIKNFASPIFTRNVV
HHGRDVGFFIFQDGRGVLDSNDIHSNRIAGIEIKNEANPIIRRCSIHHGSTGGVYVHDRGRGQFIENRIFANTYAGVWIT
SESNPTLKDNEIFSGLQGGVYFFGGGRGILENNDIHSNTLAGVQIRTGSDPIIKNNQIHHGLHGGIYVHDNGRGLIEGNE
IHSNALAGVWITTGSQPTLRHNRIHSGKQVGIYFYDNGRGVLEENDIYNHSFSGIQIRTGSNPTIRKNKIFGGKNGGVLI
YNSGEGVLEENDIYGNALAGVWIKTDSNPILRRNNIYNGKEGGVCIFNNGRGVLEDNDIFNNKLTGVLISSNSQPVLSHN
RIFGGKAAGIEVTNGGGGVIKDNEVFDNDYDGICLATGVSPILQGNTEYNNRQTLDDAVQRGKCLYSISGDNSFPMHDFY
RCLTCSQNESGVICISCIKQCHKDHNVQFVRHDRFFCDCGAGALKCDCNLTGYKAFSSPKVNGLGSTGPAAIQTVQVQQH
QGESSSSQQQQIQQPSLAPHAHQIIDTSTS                                                  
>Aque_XP_003388731                                                              
MEGGGERNLRRSASVSQLDMGSFSRARTRTTCTSFEQDKDCIAIWINSLDSIQISKILDGIIKRCNLNHLTFLWTVLESV
PHHEFIYHLRRQFPSVPFHALSTPVSRHLKEKFEISRRKENKILFRADSLVISSDVTKTIATQLLYEPLPELRPSTAPHL
ECGTRKGYRLITPTRRHMEGPIGRVGTPSCYRIVSATPTAKAPPIGAPPIRTRSTSNSPRSPPNVPSPRTNAPYPLSNVP
SPRTGAPYPLSPHFPGQTDVHLLSFFHWFTSLEKGTDWQQKEILHLIVWCLEERELYYLATLLLSCQYRDFISDLPADIV
RCILSYVPCKDLLLVCRVSQVWNERCSCNKLWKYKCSQVSLGVSPLSSPLWKRVYINDIKLKRNWRLGRSVGWSLASHSH
RVLSVCVKEDTLCSGSSDQTIRVWSLKDGKLLNTIYTNSKNIWCLSFYGLNFILSGSGDSIVRIWHYRTGVCEKHLQGHT
GTVWSLARKKDILLTGSHDKTAILWNIRHCKHVSQLVGHSGAIFSVDLNDSTTEAYTASGDKTVRIWNIYTPTDPQCIRI
INISTHQPVMSLSYSGGMLACSAGSSVSLWSVAKGDKLIDFKGHHDRVESVHLLTDGPNINTIISGGRDGLIKYWNINSG
RCIRTLRNKPGSVINDISRDSSHVVYGCDDHSVQVLHFEPNIVSEHYQRDKGTVRSSRRTVSSLKKGTNSPFSKRKTNH 
>Aque_XP_003388717                                                              
MSCHAVTSFMDLPDEVLAHILSYLPLLDLYNTRLVSARLCDLVEDSRYSHTLWASACLESTTWPSYRNLSIIERAARHGN
IEALIKLAVAYLYSQGVPDGPGKGTINAFNGQKASNYLKRAESLVTHRQPFSWVFIRPPFATTCVCCKACVCHNMKNHCI
SPNKELIPSLFYVVGKAMSHYENHEVEERRQAYQWFKQGSLHGCPYSSFENWKTEQCFQDEVQSVRQLRKIVTSRDTCID
AQFELGKLYAKGKFGGITRFHAYQYVQQIVRSSPSLLSASIYDAQPDVNEEMVFILLDWIVEVAEMKSFSTKTLHLAISL
IQRYMVARKLKRSRLQLLGVTALLLAARWTAVPIITIREAAWLTDNTYRYDEVVCMMGEIVSTLHGEIQKPTVPDYLEMF
ELLVNADKKSSCLAAYVSESAVLFPDFGRYTAAQIAAGCLLLARVLLEQELPWPSALVEATGLTVPDLYHCTSLLYSKCL
TDDGVVTDYRGVKLCAIKTRYSDERFLCISEMEFMNYYMMKDKLGVRPYYQRRSSNSSLLKYRELVSQSFVEEFDAQSLS
DVSFVTSPLPPIVPSSADGYSPRASIDSFVPSPIIFEDSNSCSSPSPSSSSSSSSPTCERQERPVHSIKKERRKKKERRH
SSNKLLSSSLPLLPGIEPLVISEETVGFNSSLMVTQRNVHTPPTSRRKSLLQHWNSTIKASSNHGHSPIKANPVRKGQRR
PLSSLASSHCSLSNVSPVCNHEEGEAEMNERGLEPPHVPRPASSREEREDGERSVHNHQHKALQVEKRAFSDQNLLLTHN
KRHRSFKSNNCM                                                                    
>Aque_XP_003388656                                                              
MEPYCKRLKFDLSLFDDKSDGNFDDSESPIITISRSAAHQFLLLDDYEDEEYTNPFDSLPNEIIQEIFMILPLRDKMCLR
LVNRRLYMICSDPYLWRNVVIDDAYHKTNAPFIKSALQTCRPHVQSLSLRGELLFSAYQRMIVSFDNIHTLNLYGFHISA
NALEKIYSALHYLQFLSLTFPYKFPSSSEKYFAIFAKLKKVVLVYNHSEQVRFFELWLLNNCLPPTFIIVSTYYKTYWSR
RIHHLPNITHSAYFAAYRKFRRPLDFDFYDVPEYSLEIGPNRSESVAVTANGELMVTMRDMITPMNNDVRQRYAVFKDEA
VTPGLSVYNSQYGVNITVLRFSSVTVSLESFRMIVKETPNVLEVNLRGSIISDCLDAYIVPLSVHCLKLRGLDVSRFSTS
SRDNINFDVERFWNLLSKMKYLEYLSVKCCSFSPLTPNSEHDERSARVLTDRELAVKERVIGHIKRMTRLKGLHIFESIT
TEELDYFISQHLLSMISNLESLLYLEAYLLYSADIASLKSYNIEGLESILQKCQKLSILIIRCSLFKAIELPVDPVLYSN
LTHLYIDCQCNPVNLAFGDALCINSKKKLKHLLLRRHARLAEDFLDKMIKESDFITFYEAEKKIFNRYDRNRSKNWGNML
LVDLRVAEFPIFISSIMFHYGAEEELEGFVSSAQDSIEFKFVEKEADIFNDELVFRPEFTHQVFENEKIFGYKNLKIKLY
YTPDHLTSFIDIHYDDKVNPRLHQGARPDNIFKLLLNWIPEGFLTNQDHFISKLTRPHPFTPFGELLHVHGETSDHRYEI
YKVDISSVGFKEYHEKLQTFLIWFVDAASYIDTDDDKWTFYLIFKRSSAGQYAIAGYATVYAYYAYPDKIRPRISQMLIL
PPYQRKGLGGQLLQAVYDDLVSDTRVLDITVEDPSDEFTALRDYIDCRNALKLSSTSSPLHSNEIEKNCQEKLKLSKRQS
RRVYEILRLRVTDRRQSKDYRDFRLFVKNRLNGPYKKQQKDLEKLHTRGLDQSELVAAAPLLSGEERMRLLQDEYELLET
QYAAVIEKLATD                                                                    
>Aque_XP_003388277                                                              
MGQVSSCHSCNDREVSSRSQKRDSFPDLAQLPPEVAVEVLSHLDATDLCLASCVNDLWCSLTNVDVLWKRLCYRRWEQVS
AYYNGYMDAHTYKSLYLTLDNGMLTFSSDPHEVMLTRGPGIYFSPRTLP                               
>Aque_XP_003387849                                                              
MAQLLTYKARRSGGTKPVQNGGLVGNGVSTHLQSPSLPGGGESETDEPLIESLPLDILLKVFSFLDVISLCRCAQVSKKW
HELALDGSNWQHVDFFDFQVDIEEQVVDRLSRRCGGFLRSLSLKGCEGVEDSAIKTFSTHCPYIETLILHKCYRVSDTAV
QSLSQHCNKLVRLDLSSCRGISDKSCTYLAAGCKDLAYIDLSYCAITYKGVISLVEGCGQLSGLSLQYCGELTDEALKHV
GSHCPKLKRLNIQACRRVSDIGIEAICEGCQLLERINMSHIDQLTDQSLRKLSLCSQLKDVEAAGCSNFTDAGFIALANG
CSGLTRMDLEECILVTDATLVKLGANCPNLESLVLSHCERISDSGINQLLDSPCGEILQVLELDNCPQITDNTLEKLRTC



NTLKRVEVFDCQLLSRMAIQKLQHTRPDITVHAYFPPHPPQAPPPQSRRRVTCQCCSLL                     
>Aque_XP_003386828                                                              
MEPCCKRLKFDLSLFDDKSDGDFDYSEPPVNRSTANQLPLIDDYEDEDYTNPFDSLPNEVIQDICMMLSLRDKMSLRLVN
RRLYTICSDPFLWRNVVIHHAYHKTNAPFINSALKTCRPHVQSLSLRGELPFSKYQRMILSSDNIHTLNLHGFQISANAL
KKIYSNLHHLQFLSLTFFNEFAYSIKKYFTIFVKLKKVVVVYGYSKPKQFFELWLLNNCLPQTFIVVSTYDKKYWSSNIH
DLPNITHWAYFGAYKKFRRPLGFDYYDVPEYSLEFGPNSSESVAVTANGELIIKMRDLITPANNGDVNQQYAVFEDEAVT
PGLSVYNSQYGVNITVLGFSSVTVSVESFRMIVKETPNVLEVSLKESIISDCLSTYMVTLSVHCLKLRGLDVSRFSTSRD
SIHFDVERFWNLLSKMKYLEYLSVNCCSLSPLDSNSQHDGCSARVLTDRELAIKESVIGHIKRMTRLKGLHIFETITTEE
LDYFISQHLLLMISNLESLLYLGVKILYAADIASTESYNIEGLESVLQKCQKLSVLIIRCSPFKAIELPVDPVPYGNLTH
LWIDCKRNPINLAFGDALIENPLHESAKRGNLPFLEECLANRVSVNGLDKSGSTALHWAASGGHIECVERLLSIPNVEIN
VQNKLGDTQLHNSAWKGHHVIVEMLFDKGANKMIRNSENQLLYDLGSKHPEVERLLKTVSGRSIDGLKDIPVDVNFAFSS
MKNQPEQTKLKMNMILAHLVVTFLSVGFTVAQCPPDFISVFILNDRTIHVPLTDPLCLQCSFFTNQGNLFTFSDGVWRKG
STVLNDGDFNGNLNLSNTSDTMFMSLEYPDDLVNIGDTITCSSSTAVQQSIITFGDFVFLDPVVSPNGIVNVTEGSNLTL
TCSNPGNTGMPRYVWINDSDGSKLTSVTNNPPLNLNLINIDRAASGNYTCRTTHIDLPSIKRETTVTVYVQPLSLPAVYI
YIYQTTGYVIINCTYETYDGSIDVKWEHNDSLLDPNSDPYITVITQSFYSELRISSLTQQYVGAYQCIVTNGAGSVKSRK
VNVTINQVLSSSGSSSTTTATPSTSSSSVSTILIQITATPTVTPNLSSECSSNVVVAVSSGIVSSIISSIVTALATLIIG
CYFHKKSINKSRSIDRLKDIPIDVNLAYSSRTPEYEQISGLPTTEKQYENIDALH                         
>Aque_XP_003386620                                                              
MARERNLTNSSSQEVALHEGMQSLVSLEGYSPELRKYLEGHKWPSVMEALFSGLAVMVPRDPWVFIENKLQEVHSSQTSY
PTDIEWDCFIDPDLKPVRSFFQGIRDPYMDDTDLPSESLLEVAFDFRRRKLYGLCFYGWIRFHELIKFERAEEKRKTSFA
EGHHRSRLKRIILTKWPHKYAVLKSHRREKAMAVMNNVFQFHAKKRIFKAWLTDTVESRKANLFFQNRGRTEGEGEEEDW
FYPDGQDPISLLPLDIAIKIFSYLGVPSVCRCAQVCRAWKDMSEDARLWNKVDLSPIGHYLTDSSLLQLFNKWRPFLGHL
SLQKCVLLTSDSFKYIGQCQNLQDLNLSECQGITDEAIKSIAISCSGLFYLNLSYCYVTDSIIRLLTKYCRSLNYLSLSN
CTQFTGKGLQSILAGEGCRKLVYLDLSACVQLSTEALLFIGQGCPILHTLTLDDITDLVDESIINFVTHCHTLRHFSLLG
SSSLTDRAFKHLALENRKLKTFKVENNDHISDLSLRALAKSCRDLQVVYLAGCTKISDQGLKSLGHLKKIHSLNLADCSR
VSDAGVRYIVEHNSGPVLRELNLTNCAKISDVTPLRIAQHCRNLMYLNLSFCEHISDTGVELLTQLSNLVDLDVTGCSLT
DLGVIALGQNKKLMHLGLSEVDVTDDAIIKMAKGLNNLQIINLSCCEVKHFILNPPLALTDACVQALAFNCQLLIKVYLA
ACPHLGDSTAKYLAQGCTWVQHIDLSGTSITDQALRHLGKSCHHLTQLDILSCVHVTKEAVVKLQKICPSVNYNTDPPQY
NMPAREDMPELPMESLLNRL                                                            
>Aque_XP_003385732                                                              
MSLSSKLLEEVEKLSQNEVLSLQLELLKRTNVQNLRLLREKVHELLSFDLISDLPITLALNILSYLDAFSLCTISQCCSR
YRELANDNLLWHRLCISKGYTQYQSLSFPESEEDCHPSSPRFKVQKIMKHTHFSYWKVVYMKSTVLMQNWSQGLYSVSAL
NAGNKEPITAMSLKNDVLVTGSRDGSSKIWNLKSLSVTTTLKGHTDEITTIIVTEGTILSGCSDGLVRCFSLISGQLMWS
VEVKKGGIEGMEYASPYLASATSDQSIYVWKTEKGSAPIAMDTLQGHTKPITCLLVNEQCVYSGSWDGTIRIWSIGPTST
NTHVLPAHLEGVMCILILNNSTLASGGGDSVVKIWEPVTGQLLLSLKGHNQEILCLQADDTVLASSSADSTIRIWNADKG
HCVHVLENHIGLVRCLLLRGNYLISGGDRKRINVWNKETGKLLHTVHRQQNLIRLLETSQNQIITASPNEGTMGIISYW 
>Aque_XP_003384131                                                              
MASKEQSTDTDELAEFREQWRAEIKEKTLADTHTDHLPQAEELYWMGVAAEENKDMSAAILYYRQAIQLVPDIERRATKK
ERDKDREKEEEEEQEEDEESKDLSVISHSLSTLSIDDVTCCHNDSPTTVTHISALPVEIIRYILLLIVINDLDLRSLEQF
GMVCKRFYLFSREQLIWRKACVKLWGSGHSMLATPTSNWRHIFITQPHVHFNGVYISRSLYVRTGERSLDRLYKPFHTVV
YYRYIRFFTDGSVLYMTSPDSPSMVVNKLNKINEVGGALLSGYYTQSNDTISIVVKRYDPSHEQSPRSYKRRGTPINAPT
SHQRFHMELVLKNSCRKLSSALKWKKFTCHNIQNSTGRIQTSEYHIDHNYTPFYFSRVKSYSIINR              
>Aque_XP_003383923                                                              
MSSHFKRLRVDPDLFGDVNPLLEDKESINPFDSLPKEIIQEICMLLSLRDKMSLRLVNRQLYTICSDPYLWRNVFIDDPY
HKMSAPFIKSALKTCQPHVQLLSLRGQLSFSQYRSKILNCKSIHTLNLYGIEITNNELEKIASLTQLPHLQYLTIKNDLK
NQEAFSCLSKIKKLVAHSDDGLLFDRWASNNFLPQILIIVSRHSLIRRFPIPPIAHSAHFALYERDCRPLDFDFYDVPKY
SLQLGPNNAESVAVTADGELHITMKNMITPTSQPNDEDICQQYAVFEDKDIALGLPVYTSQCGVNITVLGFSSVTISLES
FRLIVQDTPNVLEVSFKGSYVTDGLDSYLAPLSEHCLKLRGLNMSKLKPTEMFQMYQKYASFNGWHFELLTMNENDLGGY
RSASASINGKGVFGTLKYEIGVHRVQRIPATVSRDRMHTSTITVAILPLPTEVQSNINEKDLKIETFRASGAGGQHVNTT
DSAVRLTHIPTGITVSIQDERSQHRNKSKALKLLKARLYEKERMRVNDERARQRMEQIGTGERHERIRTYNFLQDRITDH
RIGYTVHSVTDFMSGTELLHEMTEALQQHSNRQSLLELIQNE                                      
>Aque_XP_003383818                                                              
MSSISSFLGSKSFLESSTLSSDIFGTDASLRMSLEVKQYIKKISNWYKGWHRWQRRIVICRMVEHCSTPHLQILSTSLEP
VLHLDFANSLNPLMAALHQEGSHLFKIQRAAVIRDSADVKKQRPKPPIQEKTKEMIMGSSRKMALSRLTPKKEKPAPPHV
KAGEAMFNKEMNSTGARKVKEKQQTQVFFPALPLSHTKHKPSPASSDKGHHFTSLPPIERKFNSVPNITVVNSRHGGKIK
PARHHPRAITLQHTKDLSSQQEHWIYQKKRLEAFKLQLNMISEWMTESGHQDISYLLLELIKLCDEELLGYLVQCVYQKL
QAHIGLNSFPDHILLKIFSFLDAPNLCKCALVCHRWYNLTSKQELWRGQVAALGYRENIGNLVRSIEAVRNYIDGSTPRP
RVVIDWKRAYRDLLKLMSRIKTIVINKTMAVLEQEKEKKEEMILRSLTPAQLRATMTLREMLEIARFASGVSGKSSREIL
LSAPESTITQWRREKRERLEMEAKLSFSAIVAGNKSIESSATDKDIRVTCTTTTLSDESYYYDTYDPGKMSPVLTQRNSK
KKIPLNVIPLVECATDIRPTVPSLPNPDGIESLILAGYLSPKDRPRPGRVKGLSFVDRIAPLGTSVLCVQCDERKIVAGC
ADRLIRIYDIRSGRFVALLEGHTGSVQCVQFDENKIVSGSWDTNCIVWDAIHFVALKTLGGHTDCVSCLQFHETILVTGS
HDQTLKIWDTPSWLCLRTISNAHSQPITCLFFNGLTIISGSEDSNVNFWNVHTAENLGSLEHYNGVTSLKLSKLLLVTAC



IDGMIYLWNVTTHGLLMQWSLESDIIIVDICVDRGKVYAAASDGVIHEWDIATGACVRMLKGHCRPLTALWVGNYKIVSA
AEDQSLCVWQPEKPPVQGEEGIEKFYSFVPVKTVMFLLALQNLLDTISTVSKDVSTEIARRPHQMTQIRAMFVRLDAYYG
KVYYLAKYICDEEEYLIQAVEEGKAEDIQEFLGQVAAKAEICEKDLDNLIECLKKTLLQQDGDLKRKEDAQSTKIIGIGT
SIIGVIILTGFGLLAISSKGDTRNLGFKGFVAALAVTSAGIFVAIKGSSTKSSNQDDHYCTLFAIDEIKSFFSQSESKLC
TAKNRLKSATNLIQPQLQDSRSVKSSLVQDIRGITESARSLKEYCEEFKDTKFQNTSSGPHDQKVTEAVQEAQKAVDSSF
IIAKDYVSKVHLLAKYICDEEPYTIKAIEEGNAEEFKDYLEEVLERLKRCQSNFEASITFIDNNTKELDKQKEQVEERKA
IPTSGGATLAAALGLTSRLTTGHCERALKAIEEMKSNLQKIEESLKTVNAALMAEIDHNYTDISDSKLKKLSENRGVVKR
ALKAKVKEVTEGTNRLKEYYQPLNESKNHKEFIQRIASTS                                        
>Aque_XP_003383324                                                              
MPVSGFNTVVIGQSSVTPSVPSPSSSSMTSTSPSNSSTPSPTSSLPHKQPQQNGLHPSDDMDVCNGLGKPSSTSSRQLLQ
DASDLNLMDDFSNHLSISPKPPQRLPSSEREKAEMSSCLSMFDEWTTSRQSDFVEQIIVRMSFHQHERLYSILIPMLQRD
FITALPGKGLHHVAYKILSYLDAQSLCRAELVCTDWYRVIADGMLWKKLIERKMKTDPVWKGLSVRRGWGCYLNAQNTPP
SEVSIHDYFRKLYPCIIQDIRNMEDNWRNGRQTLTRIECHSENSKGVYCLQYDDKHIVSGLRDNTIKVWKKDTMECLKVL
TGHTGSVLCLQYDEKVIVTGSSDSTIRVWDVETGMMLNTLVHHCEAVLHLRFNNETMVTCSKDRTIAVWDMKTPSDIVLR
RVLVGHRAAVNVVDFDDRYIVSASGDRTIKVWQTNNCEFVRTLHGHRRGIACLQYRGNHVVSGSSDNTIRIWDVECGSCL
RLLEGHEELVRCIRFDDKRIVSGAYDGTIKVWDLKAALDPRTPATSLCLKTLSEHTGRVFRLQFDDFQIVSSSHDDTILI
WDFLDSSPPDPMETDEGDLGDEGATGRDPSQPIVRRHSSEEPDSPTAEDGNFSLPNEENGSPSLNDGENLSLSDH     
>Aque_XP_003382807                                                              
MDGGDSTDADIKRFKGPLPPCLSETASSAAASCTTAALSPISTCSTSTCEEEIEEVSPFLSPAIDDWLSTFSGWPGEHRN
QALQKLIKICDSTQLKNLMEKIQPQFQRDFISLLPRELSLHVLSYMSPRDLLIAAQTCRMWRTLCDDILLWKEKCQQCNI
SEAVYGNVGKKRTCSLVYNPWKDMYLTKHWIEYNWRHASVQEHPRLKILKGHDDHVVTCLQFSGNRIVSGSDDTTLKIWS
AVNGRCLKTLQGHTGGVWCSEFNGHVVVSGSTDRSLRVWNADTGECKYILQGHTSTVRCVAMHNTTVVSGSRDATLRVWD
VDSGQCTTVLQGHLAAVRCVQFDGQYVVSGAYDFLVKIWDPTEGTCLHTLQGHTNRVYSLLFDGTHVVSGSLDTSIRVWD
VKTGQSIHTLVGHQSLTSAMELKGNILVSGNADSTVKVWDVARGYCLHTLHGPHKHESAVTSLQFTENFVVTSSDDGSVK
LWDMKTGEFIRNLVCLDGGGNGGVVWRVKCNEHKLVCAVGSRNGIEDTKLMVLDFECI                      
>Aque_XP_003382664                                                              
MADARGEEIAEKIAWKTAILRSRKLFEGTSQLPAPSKDFCQLLITEKGVAWRKWKITLRNYSLGMAPHPIEQIMTYEDYR
FDRSLQFEIETIFGVKALNQTLKIVKGCNDPLSSLPEPLAIKVICYLDLQSIEYLSQVNQHFRELCKADGLWEKLYAMHQ
GTPSREVKALAKELGWKHVFFMNKLQLQKEISRKRRQLLASPSDSGASTFMTQQIED                       
>Mbre_XP_001750176                                                              
MEHNKSAAQTRSVRRALSAQWGCEADDNKGAVVPAKSAARENPSTHGENDIDPNDLSLILPDEILLKIFRHLDGRSLARA
SCVNKRWFYFVRAYEQHLFRPLCKASDWLDVVASPRHRGLAEHFTVHSPTRVVHNSSHYEAANKENIIVTPPRHSDTSKE
PNWRLVFAKNTLLRNVWTNADQAELERRRTAQRSLIVPMDTEAWGASLDAFDGHSSRAS                     
>Mbre_XP_001749710                                                              
MAATTAALGQSTEVTSLDAERRLYLQTLQELQLEEIDWSDEVQPLEAKAKSRARPNSRAARRVVLDETPERPEGNAAYAL
GCEAPRRKRSKRSIHHIDDADAVLPRVDLSANSPVTAPVAARPGLPHHDLNCRLPLQPAGRLVQRRHHTATVPTLVTPTL
QTEAPDLPNLPTEEELNTPQVFESPYLATASKRHHASPSALRSPSKTSEPAFIQLLPDDVLCHLFGFLSTRDIATCRTVC
KRWEELILRTSFARTVRLRSTNLRPEAVCGLLRFDFSYLQLNNTCLADLTRSQLDLISGNKSLTRLSLTSSILSDDLFHL
ILEHAPHLEELDVSHCPLSDNVLRSIGRYCPKLKALSLQMTAASSGAIESITKHCGGLTRLNLAWTELTSRDLMLVAKHC
RRLRHLDLSGLRESMTDQCLELLVRNCPHLVILDLSDCYGLTDAAIAALADAHHLKKIALSRCHNITVAAMRGLRNVPSL
TSIDLFGCYSDVFPHIQEACQHLAINTTSMNRQPFIVMP                                         
>Mbre_XP_001749396                                                              
MASTSASGVHRYMASLWTTAATRRHGQTQSSSADIGDAEAAHAHMSLPADSASLVSPRQHTFESELARLQGDIAASRQRV
QAGAQPVISRRPEIRMEDRSSLAVSPASSRVFPPPPRPQEHGTFQSSSKACKANFETQAAPEALSFIADELERERLELVR
ARQRLQTTLSHQPTAASVERRQLGSSAPRTQAPLPTDAPRRPLLSRTSRTGREQPDPLLASSLTSTTTSWRHRSTSSRVA
WKEPITESAPSLRGTPSPRPTSAQTHGDACTKAVSSNALSAHNSVRFSAIGLRDSSEAVPVDEELIDEEVPVASMHASSS
SPRQSVGARPPSSSSVGITHAVSDDTSLLSASTSQALPVPSPAVPAKATTPATVDTASVKPRASTSHSRPRASSSAAATL
RGVQDVVRRQKDPPQAWQSANQSVPVERETPILPSKTSLASPTPASLEAAHAPSSERNARLEAAGILVERMQQTPKDKRA
AQHESQRRAHENHASRTEPQPRHARTSVLVNFSRANRRESTPSIPQEHRPSARLAGGGPSSGDSQVQSATQPKWLAHGVL
PARQPLQDEISQRIALLHASPPNPTSEAEASPSDPNQTPSEKEEFTGWRGAQGPLRRRRSSVTAHQQQSSLLKDRTPREM
ARNTRAGGTKSSVTPLPCSDPGLAPASSPFDQAKAQAPTRTGLNLLDLPYEVLLRICSWLDRPELLALRATCTRLDQVVQ
PLLRGGPLKLISRKITPAILSRILERHPSELAFVRCSLPASTETVEFFRAAGSQLHGLELECCYCTWSEVLPTVMMSCQS
LEQLNLSWNRAIDDASLECLKKSPAKLYGLRLAGCRGFSVAGLRRLTTESACLSGLRYLDLSHCLHVDDEFARVVANLPR
LERLELNGCFKSIVSEVGDSVPSLID                                                      
>Mbre_XP_001749160                                                              
NLCVCVCVCVCVCVCVCVCVCVCVEPVGHFAQDGAGVWPSAFGIVDVDCRLLAGLGEGQRRVSGRFTTTASAPVAAPNAA
ARELPPKRSKGHTSPPRGPDIAAVAPAPQPRPWQATAQSETLRALIDDLNDDIEDAIFDDQLPREVALLVFRYLSIPDLG
TCARVSRQWREMVESDELWVHFAVELGLASDPEETPPAEGWKNLVRRYTLYRRERQRRWRELLATYTDMDRHLRFTNRPV
AAVAISSDCIAGAVSTIKVGAAQLSLAVWSTHSLEARCDLLPVAEDAQAIALACCNEAVACSTDRQQLILADSQLQHVTH
LPLPDQRHTLAWAGPHLLVTAAEHRVTVVAHEHAQLSALPMPTTTPTPTPPRGSATRPDTGLDMPSNHNGWSVRWELNDP
QNHIYEVASLGSTPDRPLAVLSEQGVALHDAASGAVVIDLYPNLGVAIVAGNFRSAYDRLLYSVADRSQCTLRLHDVHGR
LLQAVALQGLSLVPGQAAWETLVDRYDTLPPAYLANANEVAVGIQRGVATYDLREGRLHRHPWLAGHSATVAVSMDDWRL



VYSTRREWGHVGWTYLADRRMMRRLWNVRTSDTVRTLEFTDEHLIYACVGARPHPTRVRGNDTSDPNLPILHALDFTAPL
SELANATCPYSSVYENLYGWDQDLDLRNPYDNPVVDKPYRELRSNRVGFAGTQPIEGWAQVPFVRVHTLQRYSTTQVLAV
ADAPNGTTGVYVVTLGTTANDVSAQRLPWDVDPRAHVLPAAHEPDAFTIIRDNFIARVSCSATACEEQFSLPIPTLLVTT
VKMLDSGAAALIGTDIGLWHLSSNATDLTLLRLTEDLVLSTTACGEHYFVGTETKVLQINQTGHVLDWEWVTLLDAGAGG
AYGGPARDMTCDQAGTLFTTNQVSLNTRAPNGGIGRLDYQQGMPMNNASQVVMEPGTEAMWIGTPRALLRYSRGQDDPDW
RFFHGDRFLPHSSNVTHVVALDADRVVVATTGGFALLTWENWTLRQKADWYRKTLLARHNRHGLVAECDMDAYGQLSSCT
GGPNDNSGLWTSLLVSAYAHALTVEPSDEHAQAFDIFQRGLELLVNVTNVRGLMARTCVAPNMSFPATDNDWHNSSAPGL
QGWHFKGDASSDEVVGHMFGHATAAALLPDSPRRNISRQYLLDIMNYIVDNDFYLIDVTGKHTRWGVWNPAEIDDSILWT
NEHGVNSLQILAYLSAAAGLARSEQEHVKFVKAIKTLTTEANRFDKNMLNLKIEAPASDNYSDDELTFLPYMVMALGLNM
TAQPQLAAALGPSLTRTWQFVRAYRSAPWNAIYTAVDGNLTTQADIDSIVWNLRTWPLELIDFPVNNTMRRDIYIDPEAE
RNGQVGDDDERRILPAYERPQLRWNGNPHDLDGGSGLSEGDPGAWLMPYWMARHYGLIVN                    
>Mbre_XP_001748576                                                              
MVRDDHAAAPMLPEDVLRQIFRQLDVITLLTVCARVCREWRAVVCNILSTRLDFSGIEDASVLRNKELRLALKLLGPNLR
ELNLSNCQALSEGGLSQLTNLPRLEKLKLNNITLSHFSHHALLSLAHLRHLELANTEMSRKTLAHPNRRFSHRLALDVRV
SVSVSVSVSVSESVSVSVSFFSLTKHEIICSLTCAPKRRPPFCRSFICLHRLEVSHVNDDVLNQFRLLPNLRELTLVKTD
YIRYETLATLVSLQTLRLKRCSMIRVVPTNRMPEGRPFARMLRNLTALQELEIEYLRTPALSDSLISAMLDEGTDLKSLV
IRDALLFNNSLHTFARHRNLRRLVIESSGQFTPHGLKETLVAELPLLEELGLPNCDIQAGDEALQILQGLRHLRVLDLSH
WHGITSLGFACLEQLPALERVRLHGLPAASSSQPSIRALRRRGVEVELREPLPLAYHAHKDLYAEHVPLGVHCVALMHAS
EVAGGMEDAFIPGIPRHGCVCASQACPYCQTSMTTCLLRDHCEVCPAAPARCLLASAGCSVVVERAGLRQHLFNCPLNVV
ECHVCHRSIARKKVGPVHARASDVMPQTEGQGRPSAEFFGFFFVSLFFVGASV                           
>Mbre_XP_001747476                                                              
MDNSVMAGHPYGVQPEGNLLTTIDRKAIGQAQAGLGLLALLPHELLLDILSRLDPRSLACVAQTSRSLYAFAHAPDLWKA
FVIRACPHGFQFRGSWKETYTHNVLGLAIRHIPLLCPHVYSDALYATASAPFSSPCKSTFNTLAKLPALTESWSPPTLFD
QDLMAVLGETLRPDYRWLLVGPPGSGTNFHVDPNYTAAWNTVVIGRKLWLLFPPDILPPGVAISEDGCRVLQADNVTAWF
EEYYEQLHEDSDLSMHAVETICQPGETVFIPAGWWHLVLNLEVTVAVTQNYVSEANLPASLDFLASGIPAYMNHAGPPDL
HTRFRTALQQQQPHILTQCPKRAKTSLWSQWNAPLPNVNNSPEIGSTASHAPQKDCDSTKDTPTPQGTFSFSFAS     
>Mbre_XP_001746815                                                              
MAGRLSAALAASTEVVIGGGSGGALLEMLPIELWTLILDRLPFDAVARLSCVSRALRVRVIAASQQCHRINLVGRLIHRF
PTTRLQFLLRFSLVRLEVAESILPDVLQFIAAHPDHFHTVQWLRIVAQDMDNLMPWPTRSRPLEALAPALAALPALEVLQ
AWTRSTRIPLSLVPASVHHLHALAVSAESKELIGKHLQHVITWLVPNCATDDHLQKQQDGPLELFRCLDKASLPATRPDA
PLIIVAQRYAQWQATLQKSMHPQALRALTLTQTFVREANEQYKRVLRQRDLELSHLCGVRYLQLDQVHARTLYLPLGIEW
LDVRGGDLSAIEGEPKLPRISRLAIQADRLSLVLLFLRKLGGHVMHLHVNLTGRSGEPSIFDQLLDAIHQHCPRAETLLL
RQRGQHLSGAQIERLCRFRPWASLCLPLAPKSSVAERRQCMQAFQRLSSSLVHLTLVHLAGNSIDLLSDLARARHRMPGL
HRVMALRDSNEVPTNLRWQFYFQRWPSLVRLLRTHPGQAIEAYVTLDVTHGGV                           
>Mbre_XP_001746718                                                              
MATVELPRLDTLPEEVLSRILSFLPDARDLACMRCVSRLFRDLIDDPSERLWSFLERQTVRRLKDFYTLGDQRILANVNS
PRGRSQFLARRGDLWKEGQPNISVVRPKTATADPLRASVFRASPVPPTSSWTCANCGAFHEEKALTCHSCTTRAPPLVHK
TSGTVVATLVSSLINSYVQVLDLDTMELGPRLLAPPDADPFRLSISYPFVAIGDTNGSVSLYDIQTGRLLDVALDGDHQL
VWMVYFHPNNDRLFVLHGDRLIDVYTLKPTGELSERSRRVYWTAHEDTCSRINVARERAVTVGFDGRVRLWSASPTLAPP
ALLAEFVRPGFGLCGLWRFCDLVITVEVGDQGSGRLIMLQLPTLEVVRFFDVQREQHARTRNRMASKEAEIGASLDPLAP
QSDLQAPLEWDGDFDFVVLADPQLGLLHRNESWTEELDMLKQSVDYINKLKPRFVIVLGDLVHCPPSPCGDSEKHARQVK
DLKDALAAVDAAIPVAYVSGNHDIGDTVTSDTLRIYRDDFGPDYYRFTVAGLAGIVVNTQLWKDPGEVQDEASAQNDWFH
RVLQQSSEATHRMIFGHIPPFIFTPDEDTGYFNLARSVREPLLSAAKNAGVSAWFAGHYHREAGGRDEQLEVITSSASGA
ALEDTGKNPLGIESCGQAHVGTAFSGLRVVHVTKTGYSHAFHLLKDLN                                
>Mbre_XP_001745729                                                              
MAGRGAAAKEQPESTREGTAASAWVSSLAGGVAGSASRFATNPFDVLKIRMQLQAEPIRRGQAAGKYQGVVHCLRTIVTE
EGVQALWKGHLASQLLTITYCAVQFPVYETLVAQTRTHLTNQALAARQLVLLDLPDDALIRIFRHLSYRDLSVLAQTCVR
FARLSQLPSLQCHASFNNEWPIPRTMPAYQRAISHSNLHATIKLGVARLYGEGVDANDVEAAHWLIQAEAVLPPCAPFIW
MLFRPPWSSDSCSKAKIYKFLRKEVDEFTGGEYERTCTIGRLAYCVGRTLELAENPQMTEAERYYRISLDCHCSHAALRL
VDICGRIDANFSTLDRMALCLKASSLDNDFADLALIGNYVNRDYGNRTPHECMAFSREAFARGAAPVRRGGLRQPDLDRE
GKMRFILMDWLIEVADLKTFGGETLFVAMDLVDRFLQHCRITRKTLQLLGIACMVMAARYLEEGVITIREAAWLTDSMYS
YDQIVRTIGQVLVDVSGNVIRPTTFHYLNLLLQIGGATPAVFLLGQHMAEALILTIPLTEFPPAKLAAAMACCTFALAGV
PQPWSSTMERWSGLELRTIYDLAIKCFSLFRKQERVVDHRGTELRAVKDRYNRQVSIKDVANLARESTLSLEEFQAMLDE
NMELDRDSKREAELTKRAENRRLAAEDEAQTSKYAQLKSANKKDKNAAFRPKAKREKEAALAAAKERQKQGGAVAEQSDL
TENLNRLSMEGAATNVDDALRVLSGEASGSSVEKMTFSEFEAQVLPELKVCRCVPRKELMPIG                 
>Mbre_XP_001743755                                                              
MHTSQCAANPRILTPHTHRREKLKGSTRTRQSFAFKRSLSLSLSLSLTHTLSLSESLSLSLSLSLSLSLSLICRVKVYQP
ERNKHPGTMASEKTSVFKPPKPSNAPPSWLNPSRPSSALPRLGSAGSARRGRVNSAGPADAENMLPVPSASLTRPGTTMG
RMRPTSAAITPRPGSGLVSRIGLDRLSSPKRLISRSASISSESGMPRRLHPIDTHDSYDSEPDTDPAGRRPSLPAISEPK
PNVLAQMPMIQGGSRAASPSAALTPPTHVAQTPVTLARMQNRPRSTSIPAKISLNTSSPVVAQVEPLDENEAKPGQLLLS
RMARRDAQDKQFAVYLQQHNVRHIIEALVTAAAIERPDDILSFLLDQVEHMHSRDDAITWDMLVDPEKRPPRRVLAYWMF
KPEDEDDRPTPEMYKLAYRANRKRILQPCIKMWFAWYRNHKRLKLELLRKMDLALEHYHGVITRKYFQPLVQHRLDINEK



RREVIFRMRGKQRGNLVKTVFIAWRSFTKQAKETAAYFEKVIQDNAIVSDGMVQQTDLFSMLNIAVRLKILRNLDLRSRL
ACMQVCRAWREVAQDPTLWERLPFCELYQSTTDAAVHRLVTNFRPFVNTINLHNCSQISNRVLQSIGQCRNLQDINLSNC
RNVRDDGVRALVEGCPGLVYLNLTNCSVTDLTLQFIARFCFGLSYLSLAGCSNLTDRGLRELSQGNSAGNLFWFNLSSCA
SITDDGIVAVVENCPVLTTLVLNDLPSLSDKGIFAIAENCHHLERLGLQCCEGITDAGLTALGASSKSLHEFELTENPVV
TAQGVAALCHVPSLRRIVLSRCDKVKDSIGLALGSHALESLDLSDNLLIGDVGVRNVAQAAAAPLSLRDVVLRNLLRLTD
TVSLDLSGCTTISDGGVVVAMQNMPKLRSLSLQGCFHVGDGALQAIQLHGVDQLEWLDLTDCQGVTDLGIEAVGQACPRL
RGLALTGLSQTLHLFGLAALTNAAVDLTLRCHSLTEVSFSTASNITRDKILGVRARHRRVRIYFEALPPFIEMPWPHSEA
FFMPEGMS                                                                        
>Mbre_XP_001743087                                                              
MSDSCSLARGECSAAAIAIPDECVRTSLMVCAERLYGDSPESFLGGVLALARARFERRDGNLDRFHLALKSNLPCAAQTR
ARYDLLPSDVLDNILKYLSNDPVSLARASQVCRTWLVEFLAQGDFSPSLRDIAPLVFAGADLKHRHGRVAATPMLLAAFH
GHVHALDFLLKNGSSRDETAGCGKNAILLASLRNHQSLVAVLLGRGFSSRDMDNCGNTPLMLAALGGSKCVMKYLHSQGA
CMGHTNVRNETALHLAAQGGCLEAIDALVQWCPTMIDCRDNSGLTPFLTACHYGRGLICCLFSKKGADLSAVDKNGANAI
MQAAMGGLPSNGAENPNFETHANLVKCLGRRYDLGARDLDGRTAMHYAVLCGNDLVQQQLIQANVEARPRDTHGADPYDY
LRLYQALKEQNAQQAAAVLAQLRGVAMSFPGRLSLTAAHLRCLCRALSQNTTVRVVHLSCKVNSAEVEQDLVALLKVNKT
LRHLRLGWNQPQELPHSVLCLLNDSSRLPDLHTLHNDFAHLGN                                     
>Mbre_XP_001742766                                                              
MGERDYGASIAQRFQQIILSDDSESEEGEAAPVVSRGLTAPLGLQAVALLAPPALSDHSVDSEGDDSASQDELLVVEDPT
DSDDDYDEPGAQAQASSSAGLHSGVSSRTQSAPRPALEAYATLPTASNPHTLPPTNVLASVPPGHDKLESFLASWRSELA
QESADSESDFVAVGPAYHVAIPDSANLVANVNLPPHGHRRSVPATAPAKISDPAAADPTLDYLYTVVRQDDEVMYIPRRG
YLQQSRQSSLKATPPPTAGSQGLLTVGLLDMPDQVLDRILQRLSFVDMMACAQTCRRLYEACQRQRRPWQCLDFGRVENG
ATDALCHKALVHIDRRRLPLQELHLHDCPALTDAALAGCGAHATSLHTLILTGCDAVCPRWPLNPMEDSEKQCHRTQAHP
CPLHPQISDLGVSRLLSQCPLLRSLDVRRCANLSATPLLQRA                                      
>Mbre_XP_001742375                                                              
MDTLQPRQGIRLRKCMDVRPVVLPDDVLLNIFSRFSPRELLVLMQVCRQWRRVGCHPHLWTYVNFGLAGCELELQVDDQG
LGSCLRLGPVFQLDLELCRGVRQATLAVVATQCATTLQRLNLAGCRSISPSGLAPLVQCTQLRVLSLRGCVQCSDESIAG
VLRACPKLAYLDLGFIPGLDKQVGQALGQLPHLRHLSLRATPTNGTFLTHLARANPPLQFLSLRKCPLVPMPALAALLRT
EGPRTHMQRLDLRQMPYTAEALAHFATLLDTLQSLLYVDVDAMLVMERFVLTSAVGGYQYQAAALDDDPRDSLQNNTFYA
AFAPGPTRLAGAHHETYGCILD                                                          
>Mbre_XP_001742326                                                              
MVGLQDLPDDVLRRIFELLDLTTRCRLETLCRRFRDLLVTWPVHISGQEVPGLGMHAIRGILAQHRNVVSFSCQGMDIDE
LAPDLVHLLARKAPDLQELHMNFVDWSNAFDVPNALFTCLAYFPRLHTLALNGVRMEDCDISIDDNQLRSLRGLHLQAAG
LCPQAVAVLLRFCKLQSLNLDDVLPLQDRDIITILTNNPDLESLLLDGDDTSSAVLPHLGALRRLRRLSISFCESFTELT
PLHASEQLQWLRLRKLALCPSPRVCDLLHNLCNLTRLDLLEGVHVDDHVVAVLASRCLRLEYLVLAWCWQITDHGVQVLC
RNLPQLRVLDLTGLKVLTDDCLSPLEDLACLPRLQELCFRYVNAVSNAKLLELTEGRPELVAIDYYGNSVTAVEDLDFGY
FTRDIFADDLDVKIAATRAAVTRATS                                                      
>Sros_PTSG_00339                                                                
MAEAQLLDLPGEVLENVLRFLDLMSLYATALQCRALNALRWPIMDLRNIPMHKLTQETFRYIVERRKPEVLLLTGVLGCP
RSAMPFPNVEAIAHSKSLRHLGLEAAYVGDEGIRALSAVLPFLDTLNLKFNNITGKGAAALGAALPSAHHLQSLDLSGNP
ICDSAGMEDLCMGLSAAKGLRVLTLRDVRLKGAGTTALGKLLVALPTLHELDLSRNPIGDSGMDNIAKGLAACTSLRTLT
LANVQLNNDGVVHLASAIQQWPNRSLRQLDLADNTFSSNLDALGLALAQQESLQRVSLAGCNLQRLPVASVAALLSHCGS
AVVDLRRCRISDDSCTNIATALADGASPSELELSSNACAFASMQQLGLAMASNTTTTVLKLNFNSLGDSGMRALCRGLMS
NTALRVLHVADNNCGGAGVEALAKYVAATATLRELDLSGNQLMGNAAACAALGRALRDNSSIATLHMCSVGLLGSDVTAM
VDAWLSPPAPHPATATTETAPPTADTAAEMAQQPPQGDEEQAARPRNQGESQPQPPAQAQQQQQEEEALVSPPPSVPATT
HVRVTPTLKKFNLAGNELEDEGATAIARLLMRDTTHIRDLDLSGNMIASGGVDRIATALATNTRLRRLRLRNNNIGAAGA
AGLGKALSGESMCALELLDLSRNQLCDEGTVQLCLGLQGNAHIKCLSLAHNCIANRGAEALGTLLGLSTALECLSIEDNK
MDCTGVAAITIALQQNLRLREINMRNVGVDTETCPLPPRREGSGSNRYVRVIASHKDHCLHQKALEHLPDF*        
>Sros_PTSG_00486                                                                
MSGQQRGGRLQEELAAFRARWLSELTLPSSLTQQQTQGEQGPQQQQQQQPGVANDAAASLPSTSSRTTTTATRHSDDASG
DAHPLLQTISIWAGEDTTAPHQASHRRFGIEDESGRHTHAQPQEPAPLLVIPLRPQRREAGKSHTRGSDDSSDGDDDDAL
FDAALDAALARKRPKTSTPQQAVHAAAQTAAGPTAVTAATTATTAVAGRATGATSKRADIFSKAWTSPFAAALRQRRNEK
QTSGQPHGQAQPERHVDEKRKSHEEATTPPHHPHATTTITTTTTPHGTTPTIDTPTPQPQPQPQLQQQQQLQQQQQQQQV
QRRQQAPRPQNEYVRMLIDDINEDITEPLFDELLPLEVAELVFLYLDLTSLGRCACVSRAWRELADSNRVWYAYARRHGI
TAARLSSQRDWKAFVRRRILQEREQRRRWMELQAGFICLKDTSTFDQVTAVSYTSRGVAVGYQDGRVRFFAREDLMRTRM
VDPCARASRINCIVHTEDMMLCGTQCGKVVGWDHGFGQVFCLQHRDPINRVTVCQHASHPRALAASNTTLLAAHKAAAAA
AAAAATATATSTAAATATATAAQALPAAVGRAATATGGWRRGPVRNMVSRNARQPQPLQQQQHHQQQQLQGSSSNTVGSG
RDEGGHGWCFSQAKREFDAKITHVDELSAGTDIAAVMTTATLDIINTERMSLVHSIHAAPPPGVTGAKCTSLHCSGAHLG
YLTSDHGMWTARLVDVSSGGIVCTYTDFRHAHRSLQLVSAATNSTATATTTPVSPALELALAGTAGVKFYDVRAENVSQH
IRTPSYLCRDVRVDDWRVVVSGRFTGPTGRQPPFSIALYDRRMGKQLWFVRQRVPVRFLEMDKDTIVFGSNRHVDPCASS
APSFIPHRPRRPLLRDLDSMSCLNVLDFAAPLSSLTDEECPFSSKYEDIHGYSFNIALETPFDDVEPYRLG*        
>Sros_PTSG_01223                                                                
MNSPGSDNMEDSAVEETSAHASAVRIRKMKALIAEMGEQELVQSLNLLIDRLRRDPVLELPGEVCGQIFEYLDSKDLRKC



ELVSKRWRAVVHENSVWRHLFFRTLQEQQGWHMLRQRVTEQPNKSIEWKRLYQAFTESLHRVYGNWLRGQYAGRHVHCNA
DGIYTLQYDDKEIFTGNRDDTIKIWDLETLSLKRSIAGHTGSVLCLQYDDNKIITSSSDHTIRIWDRNDDFKCVAVYTHH
EESVLHVRFDNEYMVSCSKDRSVVIWKQTDVKGFKHEILHDLKRHRAAVNVVEFDKRHIVSASGDRTIIVWETGTGKYLK
TLQGHERGIACIQYRGNHIVSGSSDQTIRIWQVDTGECINVLRGHTSLVRCVRFDDRFIVSGSYDGTVRVWNFQTGEPAP
RLEGHDNRVFRVQFDAFKIVSSSQDDTLRVWDFSRDVTAYCKSRIGELGQQLSDL*                        
>Sros_PTSG_01273                                                                
MMQSAGGGGGGGGGRRGWHKRGLARQPEPCGIVESSPPHGIKPLGAAFLSARNHVQDRNESLGDFAIFGDEELLLVLEYL
HPRDLCKLACVSRYLRAFASHDELWQAHCEQLFQARPFSYATNWKTSYMRACARGGCDEVSQGACHDSTSTDSSGSQPPQ
QSAQPEHHQQGQEQDEEQEQEGHATDLAVYSDYLYSSWFYAAACIDPSWLEEETMPRIELSPAEFQAQYESKQKPVILKG
LAKSWPAFKLWPDGGIKSVCPKNTLFKAGTFNVTLDAFDTYSPHQCDQRPLYIFDKHFADKCPQLGQQYSVPEHFSTDLF
SSIEGANRPNYRWLIVGPAKSGSTWHKDPNSTAAWNALVEGEKRWIMTPPNYPPPGVYPSPDGSAVATPISVTEWFISYY
EALQQSGIPYVEGTQRPGDVVFVPHGWWHVVLNTKPSIAVTQNYAGAPNLFAVLRFIGTKPDQVSGVAQDVNLYEELVHG
LRQHHPEMMAVVQRELDTRKRTHKRAHGSRRRVADGNDTIGGTRRDSDDDDDGGGGGADDGDEEHDGLARKKPKGPSVVK
PFSFNFAS*                                                                       
>Sros_PTSG_01325                                                                
MADGVLLDLPDELLEQVASYLVDDPQSIGRAAMTCRRLYWVFTGERVWKQVHNRTTECALRITARAGSSSGAHVPDLGLD
NTFRMKAVRKLCFTSINKCSLCLQACTNRGIDAWHLRLCHDCLSTQVLTKTASIKEFALNAAAIAAHTHLLVPNTTRTGT
FYLRHQMRQVALAHWGSEERLQQGLAQKRARHERRQYRRNAELSRRLSLLRHTLAHRGIALDDYIDNTSTATSQQAPAQH
ASSQPAHARAASAPPGPSLAGDTTPVLFRTAVSACKAFLYDTRANRMPMPASQASWSPGDADTAATTLALPLHVPSMAPV
PPSAAPTALNASANTRASSLAVSAAAEPTLTTSTTASGLSTPLHRTDAQARSPHHLRVLATQRRSRSDSGSSMRRDSEEA
LVDLRMSASPAVSSTPPDAIAAPTSPSTDPASPTTGPSSFSSPSSAPPLTSASTSPSSSSKQQLQSCGDTATLAGTSPGS
LASSSSSSASSSPSVSQVPPPSQEAPIADPRRFTPATATASAATAAFAGMPQPLALAPAHAMFQQHQQYPQQEVMAVLDR
EEQNELNALADTMVRAVTAMHRLAAVRAMWPGDHLPEWWLQGSGLVHMATALYPDLAAFLEARDVQPGHAFCPQRIHQDA
AAVLHSVATREHARTHTLEGTYALLRDITSKVPGQANEIMLSSNLTATASNPTPPTPTMAVCQVLFPLSWTAFALPAVVV
QRKQQLQSFCARYGCTALPTDAEIAFHKRWGRAHLHIAHRFCEFLDGDKALTADDARAWAAYEGTHERRRIQALLHACSE
QGVQLTTDLELDHAGVAKMYISRFLSHRIHTLTSCPFVNPAPLQQQQEQQQQQQQHQAEGDNEAPDASTSTTTTTTTTPA
GTTADDAATTESGVCVTAGCGCQEESLATMVQALVKWKEAVTRLQEADPTGAHAFGSLRCIASKHMHQQFLAAAFADLPQ
HDFADLSTIASFKFKGYFNLNLSVKPWAATPTTAAASTAAPPAHRVPSVRLMAKRIARTEAEFADRLKHVTTLLSSHHLQ
LPVRWLNLDPSSASSSAVSLQARVISSFLHDPETGATPADVDAAVKAWVQRNEERSARQRMVRRALANAGLKTTPASCKP
LADAYVRKGTHECLQALEEEAAKQARSRARRQQYKQRREEVEQRLQNDPSWQGLGSRQKRFCLQGSAAYATYCDGNEHVS
LQGVVSDVMHHAGVVKRAHKGVVRYSAQLNTAHN*                                             
>Sros_PTSG_01601                                                                
MTMTTPSATVDHTTAEEEEEAEGELALSAVAGLRVNAEKEDEEDADVHLSSDILEHVFSWLELPDLVRCSQVCYMWRKVV
LGTDALWQHLVARSEYFHREQIRDLADYPPLDGMRRWCGRSTAKHIGLVRHLTRVENNWRQGRCSITRHPLGSGAVTAAI
LLGEFLIVGTTAGTVVVCDQSSLEIVNHLQEAEEEITALAAAHTSTGNFLVTASEDALVRVYDCREWGVIALVAHDAGLV
SVAVADRYIISGDDRGVIKVSDVHTGLTLATTVAHQAEVNRILCTPNGFFTTSWDGQVKLWSLLSHASTPSSHTVSTNTH
RLVLMNAQHAHAEGVFASACAGAVLATGGGDACVCVFDPETGDLWRRLVGHQAEVYCVDTNGTSIASGDARSEVFVWDAR
TGICLHRLGSHIGVVRHVQFTGTRLVTGGDHRRLVIWDSTTGQRMHTVHRQPILLKSFLVNADRILVVGTDWPGIVSVSY
TPRPPPPPPQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQPQRCLRDDDERQEARRERSGVIQE
LR*                                                                             
>Sros_PTSG_01829                                                                
MSRDESDILTQLSPKMTDPQQPTTTQQSEKEHSSKACPPLAPRLAPPWLLELPDELLERVLSFLPAQDLLHAAQVCHKFA
RCAEHECLARCRKRGLRVPRRPRGYLAAAPFPKRYFYHMQLCVNCHREGAWILRRGRRAVQVGVACKQCLHDRAFQAMLD
AHHLTVDVYSKRGAKLTKL*                                                            
>Sros_PTSG_03495                                                                
MLQSKDSSEEGGGVRGDLRCGGDAASNGDDESEDVVTRLLQQVTSQLSYEQRLAFLKRLPVMCKSDVERAALEEALDACK
TSAETWMAMPEELLFQIFEHLDVVSAVSASLVCRHWRQTFHESLWRSVYINDVLLGQRGIGLDRRHFASWREACHITATA
HHHAQPAVTVQLRQTCRVKHVDIAATRADDDTTAVVSVEDSRRHSELAKDFLPPAHPQPAPSTGLRSLMSSIPARCVLPR
RAASISALTAGFVLTGGYDGRLLVLDSDLHFISEHQVCHSRLLRLVELTNTRTPEGLLYVAVAAVTPPSTIVIRLTFRDD
GHKRGAGDHHDDDADRVVAAGEGSGNGGLSVAVEVIGDADTGAFESVNDAAVLRCGGGRRRASCDRSGVGLAVEALFVMS
ATVAVTAPLFPRAHAHEAWASLQHLHQPLPPPQQQQQQQQQQQQQQQQQQQQQRPLAAPLRFRVNDTDLRFDELFCDHHT
KCFVVLDAVANAIIWHRLRDHTPIFTLPYRWNPYPLYAAALCTGLVLGYHDRIVHIDRRTGKPLQHPQLPFSRVSNLRAL
SPRCLFVQLQEGPPHPEHKLFWVV*                                                       
>Sros_PTSG_03586                                                                
MRMQLTASGGFAAHIADPSGFNAWRSDDFTFDTLPRELRILILSFLPPEDLFRLAAVNRNWYDITNDPILWRHVLMQEMP
LWPTVTSATFPNHHALFKDPKATYRRCSPLMGEHRAELSLLPASSPPPVVRHLFARHRRFRVAVFGAGLEHIAHGLVTEI
LWGADSPFQVLGMSPGTDGVGGGVSLRVDAHTAFDMITLYQKTAAERARQSDEDTGRLQNGRGELRESERRVCEHVDAFV
MVVDAARLGDAASAAHVRRCCDELQLFMNPAWTRTCAPLVVWNCSSSATPRRASAVQAAEVLRLPSQPRVWRVEDVCVEN
FAGPISRTARWLARNIA*                                                              
>Sros_PTSG_03590                                                                
MSTDSVRAWLQQSPLYRADRFMRMQLTASGGFAAHIADPSGFNAWRSDDFTFDTLPRELRILILSFLPPEDLFRLAAVNR
NWYDITNDPILWRHVLMQEMPLWPTVTSATFPNHHALFKDPKATYRRCSPLMGEHRAELSLLPASSPPPVVRHLFARHRR



FRVAVFGAGLEHIAHGLVTEILWGEDSPFQVLGMSPGTDGVGGGVSLRVDAHTAFDMITLYQKTAAERARQSDEDTGRLQ
NGRGELRESERRVCEHVDAFVMVVDAARLGDAASAAHVRRCCDELQLFMNPAWTRTCAPLVVWNCSSSATPRRASAVQAA
EVLRLPSQPRVWRVEDVCVENFAGPISRTARWLAPSPAPPAGSHETSLDTDTWHIVHTAAEHTFPYWVHMLLRFDSEGGR
EREREREMKGRGAVGCAPAM*                                                           
>Sros_PTSG_03789                                                                
MDNSSRQAQQHSSGAVAVHDVRHMVGQAVERAAEQLASLSVAAPASTTSTTSTTNNSHSHITSAGYQGSPLSSSSALPQS
HSHSPHRPHQPRQVHHRHRSHPHHHQQQLPRQSAPAALSPLAPAKQLLEGRSLAARARRKRELHTPKRQQHNYSTAHLIS
GADTHQEDINMKEALMDAERQQRERQGEMKKYFVTHNLFTKFEAMVTCIAVDRPENHKQQLLAMLRRLRDFDGVVTWDMF
VPPHKRPPHRPLPYWMTRGDEDDDRPTPEMYQKAYAFNTKRILGPVVKSWVEWYKMRLRLKAELYRRLDMALEHYHRSLL
KRYIKPWVQFKNDMQEKRRQVITRMRGRRKDNLVRVVFSAWREYAAQSKLASQYFKNISKTQEQPRDTLAQETDHFSALP
YDIRVKILSHVGILDRMRCAMVCRTWREVAQDASLWGSVLFSELGASCSDEAVSQIVDKYKTFICKVNMRGCSSVTNVGF
SQLGQCHNLQDLNLSDCCILRDAAIKAIVEGCPALIYLNLACCGITDLSLKYLSKHCVNLSYLSLACCENITDAGCMYLT
EGSGCQSLFWLDLSCCPQLGDVGLASIGAKCTNLSTVLLNDLSRMTDAGLGDLVQSCPYITQLSLRACPQVTDEGLTMIG
KHCTCLSHIELTANARVTSEGITGLCLRTKLSHVVINDCPRVRDGATVGLAQQHLSYLDLSECAGLTDSALKTIAQSGPA
RSSLQVVKLSSLPRITDTGIRHFGRGVANAYHLDLSYCTNVTDGSLGVLITHTGRLSELNLAGCDNVGDGTLQALQASDI
TTLEWLDLTECTALTDQGLEALAFSSPLLRHLCLAGCTSISDDAFKELAYGCQRLEWLSIAYCDQLTDRSLQLIGTGCKK
LRTLHLFGLPNITNSAFEHVLSTCKSLRTVSVSSSSQISRSVIARARVSYPHLRIHYDMDEPMFDSQMPLRTFYAPEILE
EFE*                                                                            
>Sros_PTSG_04164                                                                
MDTDQASHHGTVPEGFFTNMPDELTSNILAFLDMKDLCQVAQTCRKMNELAYTRSVLSKVSFEGLWPTKDTADAFARAAD
AGNNEAALKYGIACLYGKRVDSDATTALKYLLQAEKLCAGTTPFVWLLFRPPWTNDTCSKACVFQQMHAMAEDPSTDPHL
AGRMYYCVAKTLELHEERDEREVVEALQKAELMHCADAVHDLFVKDPTAYNDDEEHSFTREKRLLQAARECPRLRFAAIR
HFTRAREMYEPKKRELFRETVELGMEKLRLRSDAPPPAQPELDSQGKMRFILVDWLLEVASLKMYSIDTLHCAVDMVDRY
LATRTITRRTLQLLGITCMVIAARFLEQDVVTIREAAWLTENTYDYEDVVQMVAAVLAVADGHVRRPSPNDYITIFAELS
NVPVHIRCFMDYVSESCLLHQPTLTHAPAALGAAIYFVSMHLVGCKSAWPSSLTSNSDLRVSHFQEEIMEVFRCLFVREK
ITDHRGLELRAVEDRYTRALERGNMLHLRFTLESQTSDNLQKTIDRHIMEERRMIRSSAQTPTPPLSKMTSLPLHEITNV
PARPPKPQFSP*                                                                    
>Sros_PTSG_04206                                                                
MSLICSHPVPTAVRMLGANETSATLIGRGGAASRRMRRAISSAWSKRPSLRRRSHSSGSSSSSSSSSRTSSVSSGAGVAD
GQGRYHGDDVSMALSQLRSKAEHTHGEETDLDFDLSDARTIVLNDECMVEMIFSSLDTPSLAKAARVCRRWAYARWECLN
LRNCRHIPWKALQQVLAVHRPKMILMSRARVEEGLLAEVLIAAKSAQALELRGCGLSSRSVEHLALGFLALHNRVLRLDL
SGNKLRGDAATALAEGLRQNTSLLELNLSSCRLTPASTAVLLEALVDHPRINKLKVCHNGLCSPMVARALSSLLTENESL
AHLDMSGMYFEHGMDISNVSDAIAANTTLETLVLSEMGLLRTFLAALADGLKRNTGIKYLFLESNGLTSEAGGVICDILK
SNTTLLSLSLRDNFLQYVGAVCVAQALQNNTTLLHLDLATNQISHQALHTITEAFRFKPPRGLISLDLSFNHFGSMGAVC
LSRWLSKSEHRMCALKVVDCFVKGDGLATLLSTLRTSRSLAILDISHNTFDPAAATELVEFIKHNRSVTHLCTHANAMAQ
PEPHKCLSSQAIFESLGDNRVLRLLTLAEHMLDGDHAALAAHPACTIRHAA*                            
>Sros_PTSG_04753                                                                
MTGMNNSGFAASARTAMPAAASPRQQEGPSVSRFNREAEADDRFAGFSVALYLDQVDTLLSNQDEDQHAAPHLQSQQQQQ
QQQQQQQQQQPLSIVRTDSGGQRDVSRSRPQWQQRSTRFLQPWCSSPSEDAEADRDYGDHDSGTTARLRHSSSTKGILEI
SATPTKPSYHDDTVGQDFVQWFQRHRLEFEQGHHDSDCQSTASTTSSTATALTVHTRGSDCSSGDDTVAEHDGGDDDLHD
WDFIRLPAETILDILRHINGSDIVRLSCTSKRWRAFVLKYQDEIFERACLKKGWTSLPGSPSNANPRIRRPVVPHTATVD
WLCIFRRNTEVEQRWRRGHFNIAVHSARTANVHLPKFTAESWGDMLDANCSSSPPSSASQALPAQPPAMARGVQGLALAT
PAGAAGGCCGGDEDDEDDEQCDDDSNTQENRAPRQHTSNRAKQTAPPSTAAAARAVGQVSRVPLRSRENTRGGDGGGWNM
AWWSTAAVQGEVEF*                                                                 
>Sros_PTSG_04807                                                                
MAAGVGLAPLDMFDEEEEDVLMESQDSISFSHSTDHKHTQGHTQQRTDCHDIADRNAADDWSSNDSSGNSNNSSSGGYAN
ELDMMHGPQHTIAMQSQASSSPSLHLTRRKQPSPMQRRSLSHNSGIGLYTNHTPAFHDKVATAAAIASAETVGAPTAEGA
VAERPRKLAREVDDAKLWHVHPSSPLSSLSSSLPLPSTLSADTRQHPHHHHHQQQQPRHVHIAQQPTTDSISSRSSFQRH
LPTRRPATVAGDRVTQSAACSQPSTGSRDRLLAAARGGDGGEGEGEASEAKVLLEWFETASDWHRLIVLRHLLGFSDVRT
IKPVLDYISSSSGKHTRSSTASTSAVATATVGGGRGGGDGRDESEAASSSGSKISAAGGIARSKSRTNVSIVGAGGEKMD
IIAKLPSPLAKFILSQLDFNTLTRASRVSPTWRALSKQVMADQVHSQDARDLLMDMHKSSAGSRHPVAVEIPYATEDGLK
MLQLTEQNVFCGPSSVIMCDGMDDTRVVGYAGGDIAVTGSADKLLRFYDIHTGFVVAKVSGHAGSIRSVAVSPTFNIVLS
GSYDSSARVWDLTTRKCLGILRGHKSTVTAVHVDDDSGTAATGSRDRRFIVWDAPSRQMLKSMATASSVTSVYAGCGYAC
CGMQEGEVLVVHVDTHRKVKSLKAHDGVVHAVAVDAYFFVSGGEDGIAHLWSLQPCTSEPVTSFRHVSAVTSAHMMQCRT
ITGCDDGKIRIWNNLDGSCIKIFRGNSASRPVRHLCLHGGTTMVVNTTTTMHFQLFASSSDEEDEDADAEGHGEGVGLHG
RNSRPSSRHSSARRKKSTDVSSRPVSRGGRSSRGSASRPGTARAESALVRQRSRPTTAASRPGSRAASRPGSHAASRPGS
RAASRQGSRRQRSAREGSRRDGATSPADGAIGGRSTSPNAWVERRQRPSQSDIPLPSILQETLLAGMRPAHVRPPSRDPS
NSASWLMSSPMVTNGANSSSGNGSTGRRRSGRVVVGADPASIDASLHRGALHRSPSPQRPPHARHGHSTSPSTGRSTPAH
SRDHQHHGGVVGHHVRFAHRPKRSVSVGDFHHADPACSGSGDGGGDGDMRRSVELSESLQRMRFGRQFPGQWRTLMKVPE
LAASLHATT*                                                                      
>Sros_PTSG_05575                                                                
MSEPCEKRAKTSEEAVELVEELVEELVEEDESVQYVPHPLGIVSSMMASLGSGTVVERSSLGSLFAVLPDEVVLEVLSQL



DAPSLAAFACCSRLCYVFASTDELWKQLVLQAVQADNMHGKWEYSGTWKRTYAQLATTRRSNHTQDGTSSTQTTEPPASS
NTVASGAPVASMSSATTATTAATATTETTATQQHQLFGLQFGMVPSDTLFEAWLSVTAKIQPHWLVHDNIPRRDAASLSA
REFDEQYEQRRQPVVIRGAAAEWPAFRRWTRVSIASQFRRPTSSDAGHGDHGSSSAGESEEQLFDAFDEYSGSHRMTMGQ
YMAYARQQQDERPLYVFEPRYIEENSTLAHAYTTPPHFQHDLMSHLGTARPDWRWLLAGPARTGTNFHVDPNHTSAWNTV
VYGRKKWVMFPPHVAPPGVCVCPETGRVEQPDSVMAWFLQYYDDIHADPRLRRHVRECVCGPGDTVFIPDGWWHLVLNTE
ETVAITHNYIGPANLHRCLSFLDTGVPRHMTHAGPSDLASRFRAALQQHAPDVLARAEQRLQQQRCGNGSGDAVETASCL
ADGPKPASSVHAFSFNFAT*                                                            
>Sros_PTSG_06190                                                                
MASKHQHHHADAADDDDDGGGGREDPSLALKAYTQRLWEEAARKLEKKASTSSSGSSGGGGGSSNGGSRSAKWQEEGARR
PEVDKKEDAPIANTAHEPPVRRQQPSPRSVQDTSTSATAETAALASSMPAAQARASQGGVSALLYKKPRHPSRRIQQPHT
RKGTAKQSQTALKSTPSSSNLDEMLARERRELEEARQRLDKERQLFEQGRQRGSTCLLPSATREQAAAPVARTSEKRSDH
HLASGERSDNHFSRQSSQPVSPKPAPHNTRPLTVTHDHDMSEEHEKPAASVGKSEQLTSKAVKQSKAQLLQSELQRKDEE
VTPASSKETNHGGDADADADAPTPETTPENPPSPAIVTTKLEHKQQQQQLERQREQRGEKQEQEEHQERQRPPELQQQKQ
QQQQQQQQPQQQQPQQQPQQQQQHDSLSTPRPPPVPPPAMAKKPTPPTAAHRKESPAAQSIRTKRLRYFRARASGNVAPD
TTSLPSHPPTAPAPTSRGTRHFETAPTPPLSSSSLSSSSLLTRQHQRLAPPPQQRETTDTRLQQTAAGPSGSEEGVREGG
GMYAGGSDKEESTDQAETPREGSAGDGMQREHVHESAKGEVENEDHDHNSEMEGDTQTKHEGDGAVQQDTSAQTAQGGAT
EEGRQQHKQQPDADHDDEVNATAAETVRANASAPMSTFPSKRDGKSSSPHRDEKRGGDEDEDGDSWPRSFPHTTPSPAAP
PQPHVPSSLLSPCASVELSSSKEQQQEQHQQQQQQQQHWRASVNVNDLLSGVWSDEDADEDDDSANRVRGVGHGSRSDEE
QDDEDEDEDGDEDSDHADEDDDNHDGDGLHEHDPLASTGELLFGGDGDPTFDDDSWLASPAQARFGLSPARVRFKRSQDE
QAERHDERRSLDTDADRGDTHDRSDDDLDDDDGSHGGHGCEQRSDASDSGNEQTVAESRHHHHHCRRPTASKARPVTATT
ASAVPTRPNPVRTFKAQQRRVSGGALSRADMSLQRVLADAQATLATTAAATSQHTRALRELRMSTKAKGASTAAMSQALA
AVKGRGSGSPLNEPDAGDAGDGDGDGDGDGDGEQMDASSVASSRWRSGSASVTTAAQRARQREAALAAQKSTARGANVSR
RASRQQQQQRQQQTQRGRPNTVDIGLDVVAAGTGGAHNTKDQRALKGKDGPTDRQRKQSSQSRQQGNRVDVASRDDVGVD
SRNHHVHHFKRIDGNASDNDDDDNDDDDNDNDDDNNYNHGDYEKFCPDHLNDDDDGDWIIQQQQQQQQQQQQQQQQCGRP
KCRPQAMGATPPPLLQHFPEELLLHIMSFLSGPALLQFGLSCRRFASLLYDPMLFSSLSLRRATISANTCRQLLARRPRD
VTLSWCELADLDVITPLLSSPRLQCFSLAFSIVHATPAVGATTPAVAGPSTTAAATATEGEVAAQTPEPRSHQPSSSLRN
PALVAGSVLRLELRTGAAVSAPVLAWFTSWSFPMLHTLVLQHASMDNTAPITSLLRSCSRRLHTLCFDFCNVDDACMRVA
ASRFRHACALTVTGSLVLTKRGIKCVSKRMRDLEKLDISGCRHAGDRWMKTISTSFPRLKELRLSSTIVTDDGLAWLPSA
PFQLTLLDLARCAGCSEAAMTHAIISQPSLEYVELNGTAATPQLISAVNAAAVHAGITLSMPHCYPDPQDSLLPVLRSVD
PNVVSTVRLCKCDLHLTLQPHVNRDSIMCRVVVT*                                             
>Sros_PTSG_06360                                                                
MEAENNNRRNSSGRGEEEDGGGGDVLVGIEVSTPIFSRFHELDVGSGTEEQREGEVDVVGAVSGEREGENEAENGSGILR
GGVANDDDVLAGVSELRARVQRVVWASSSSPMQSSSGSFSMTSNTTLLASSIDLPEARFSDSSDEDEEEEEEVGSVEGAG
EHWLLHQRQADQTEQRQQRQGIKNGVKSLASTRQSARHVHHGTRAFVETSSSDSSDGDDDDGGDDDDGEDGEDGEDGAGW
FEQPAGYKQQQGDERGAEQQQQQQQQQQQQLKQQHDDDDGTSVETAERIVQRRAQVPSATALEEFRAAWKQELKQQQQQQ
QQQQVQKQDGEANKAQALKQGAITPTSTGLGDMSTTDGPRSPSSAHVADRVFFMQSRPDAGFNPLEVVVPPRGRQRPTTD
LLARPWRISSGTGDKDYKQCITSSLVEPREEEAVYFPPPLQRVRAHRADGGGGGGGDGSDGGNDQSCSRKSRSGVSDGGG
ERARVDATRDGDGVDAVVHDRDDRRRVGSDSTTPTAQAAPASNDSRHDGGALGGARDVPLTLATLPEELLLAIFARLSFA
DLCVCAMVCRRFYDISARIATPWRHLQLNVLDWEVRDTFAFNAIAAATRRTTVTSINLQDCTGITDRLLQLLEQHPAWLT
HLHRLNLSRCDKITCGPTGKLLATTQHLRHLDLSECFQLSADITPAIAALDGLHSLQLSHVFDLTDEHMEVICTGCRHLK
HLALKNCVRLTPAWLLAAPTGLETLELVDLPRMDDTLAEVVAAAPLFNTIHTHAPHHDVHHRHHHHDVHHRHHPHHRQHG
NVGGGVTSCPRGLVRVSLAGCCNVTDVGMTALLLRTPALTYANLSGCYIITDDSLHVLATCPALRTARLNGCGNISDQGL
LHVASACLHLTRVDLSDCGTITQAAVDNMMMAGIAVLR*                                         
>Sros_PTSG_08091                                                                
MSSPSSVPSSQGTRVFSDLSIEEIILDMSGMEPIEWPNSSDASPAVTPVSSSMLSSPLNTSSANAIRMPPTDLTPCSRTT
VKRRPGTSGSDAGVLENKRAKTTDTATARSSVNRALQLEPHARQLPAEVDEVAPFHTLPHETMLAIFQLLNTWDKLICSR
VCRRWYHLLLSPRCWDTIYLEDTSLGFDARAMLLQRRPRRLFLVHTVIPRLQATFLQSFQLETLDLTASTINPADLAQIF
AMSPRLQRVDMSGTPIDDTALEALARHCPRLTSLGLRSCHNITGRGLRAIAARCGPALEIVSLGWTPVSKEDFLALCVRF
SALRELDMSGCSESFDDEGVAAVCRYCPSLEVLDASDCYGVTDISVHTIIGHLRRLRRIALSRCHHITVAATQALAGQVN
LNYLDLFSCYQTVYPHITSASRGVIVNDSILSPVHCVDRPPRIHARPTRARRFSSLPHPMSNA*                
>Sros_PTSG_08097                                                                
MMDEREDVEDGTEAAAMNASSGSSSSHSHHHAHVFSERHQRGATDDQEEEGHTSVVSTSPTAMVQAALPEDVDSWVHEFM
RWTSERQSQAADALIAAIQQRDGEGGLRLLYRRVHSFLHVDFLAMLPEELAINVLRFLDTRSVCTCAMVSKRWRRVVNLD
RVWKPRVLQDFNPHTLEVLINRTKHILPHRLTWKQMYELRYRCETQWQSPTVATQPRHTFRGHTGVVTCLISVGDDRVLS
GDTNGALHVTCLRTQRLVGQLQGHSQGVWCLDVDGTTAVSGSCDRTVRVWDLERLQCLHVLRGHTSTVRCVAITDGLVFS
GARDAAVRVWDVATGNCLHTLVEHTDSVR*                                                  
>Sros_PTSG_08386                                                                
MSSRHLRRLRRLRGDNPETDLAVEPESERTHADQQQGQPSDGDDDGSNSNDSDNDSDSKGEAAPASTPVSSSSSSSSSRF
RASVANGTDPSSPKPSEWQTSMPMELLIRVFKFLPPRDVACAGSTCRSWYHAAFTTTTKAAEAAPAACLRVLETCSDSSI
LWRFNSFGYENGDGEPIDCNPALIKFLACRARRMYIEQVDMEGCWNANDAFMGSLASTLPSLRRLNIANCGELTSASMRH
IGALRHLVALSIRGQSHFADATIATALSSLRSLEFLDMGNLRIRDAVLAAVGACCHRLKHLYLKGSSNITGAGVAHLATC
THLVYLSLRNCHRVPIAAVHALVSHLPDLHVLDVRGCCVRGDGADLLPFFSNPSLHLISTPSILLQIPLTFTLESQNDGF



RYIRVRPNTTPARGSVPGYGDDGDDHASGNDTTGNVAVSDSSARAPGNLRRNNPISSSAATTPTGSTTSSGTTSTATRTP
AALTPTPTPAATAATTATTAAAVADDGDSFDPTEGGPLELYTYQLAFAPALKCNLPRWFKFTCMMYTTGQPCDGDGGSGE
DHNGDDGKDHSGEDGDGSGGGGDGDGDRASINRADTARRPHTHRHHQQQQLPPHKRSKRTTEPS*               
>Sros_PTSG_08894                                                                
MPGLGVLAYLCRGVSTDRSTYDPNEPSMMDFVHSEDLLEMIFEHLDVVSLSRCARVCRAFANTRWPIINLSHRTPRITGQ
QLATIIAKRPHVLILPSGFELDEQTAAALQRFSGRELTLKFTMHANDDVTPFLGPALHRLTHLDLSGSITDNECVRHVAS
RLPTMACLQHLLLEDNGLDSRDVDVLFNAVETLPLVTLSLSDNELGDIGATTLASHLRKMPDLQHLGLDNVAMSSTGLHT
IMKACPSVATLKISDNDIDAALTKPLAEAMQVCLRHLELKSTDLDANDLMPAINTLKSRGCVLEVLRLWDNRVSDHGVAA
IAQSLKENASLKVLDLRFNNISSHGARSLASALEKNTTLHTLSLKFNRIGNRGCKHLAGMLAKNSSLHTLDLEDNEIGDD
GAVSLARGLERNTSVRELNLRYNKVSDKALADFGKCLENNRALAVLDLSSKPHVVGGITMDGLMVLERALLRNTSVRRIN
VHNHAASQTERGGSSMSPSTSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSPRDMDSRQRARSTPISPTRDIISTRPART
GSLIRRPRRSIFFFW*                                                                
>Sros_PTSG_09067                                                                
MEGGGGGAERLVEEQQQQHDVMEESGDERNDEQHVVDENHGGGQEDDGEEEIDDADVATFGYDQAPPSMIPLFSSIFTTF
ANFAKGWLRQTPHTQSPHNNGSPTAMQPQRQDPPHDDAPVPALLGSFANFLQDCSTSLPASPVRDRTPVLGSPTLLDMRE
HTDAAHDNQQPVPLTTAAASTLRTPAASTTAGAAVQEGDDVVGATKGFGCNADAPPIEEEVEGDRFSDAHASVPEDNSDP
DDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDGGGGGGGSDNGGGDEGVQGDSLRKRVQRGHDRAGVGRGEAHS
DDDDDDDDDDDDDDNDGGETGDGINSDDDDDDDDEDGDEDGDPTFIYDSLPPSLQLPLAQVAASVANLVRQAAPSVPLSP
RTRRASERFHLQWQRVLEQQQQQQRQQQRQQQRQQRRQQRRRRRRRRQLGPRRRRGRGVTDGVASDSDDDDAALHAEDWE
PLPEEQVQDNDGGDDGDGDDDGINGEEEEEGRTRARADNAGPHGDHDDDNRSDHDDGGGVQRSRISNGEENDDDDDDDDD
DDGGADDDDDDNNTFIYDSLPPQFLPALTSFRQQLTRVPAPELDIRALQDASHRLAGMVDAAGTRARTAARAARATVDQA
RLDLIAAASKNVERAVQRFERARTAYAQRHMPREAQPVPELKTIVAQQVTAYSSEYGINGYCASNLTGPRRIYPRYGDYS
HAMVLRTYGPWWLEAPGAPPPIADKQRRIFRSLMDHDSHPEPQDFVEFTLPEPLFVHGIDIFETYNPGSVVRVLALSAPL
HFVTRGRLYQRTAGWRVLWEGLPQHASLPKHVRKFSPPLQPPTFAALTMRIEFDSRGLDYYAELDAVEVWGCPVRDIERL
LSNTPVHHPIPAMHPDPHAFSHTAAAGGGGHRTGEQQQQQQAQQGRQQRRDAVQAEVEMLRVRAHHEQQHGRLDWDVDIP
GERTVTIGQRIMQMLTLQQAANAAMAVAALTPTLGGRVAETGSGESGDGAVEGRDTSGGGGGVDGSVGRDGAGDQGQGHG
DSGVHAGDSNAQHQRGPLQQQQQEAQGEEVDQINNSSTDQNSNGDTTALDGDGGADGDGGGDVDGGRDNGSSGEDDAVDE
RVCITELPEEMIVSILSHLDLVGQLRLGLTCRRFLAIVDAIIGGLDAIDLQTAWESAHHSTLRVLRLQACAMINDTTVDI
IVKTCPDLEDLDLQSCFNISAVGCRSLRHLTKLKRLNLYGVRCSSRALAPAIARWHDMEHLNLGHTLSHVNDVGMAISAL
MHCPKLISLDLWRTRGLQAEDLLRVLSRCPNLQSLDVGWARMLSLNEVIPPLHRHVPRLRKLFATAIRNFTDAHLAQLAR
CTELEQLDLLGSSSITVEGLTLLLQSCPNMRLLDVSFCRHISMETVVALRQQFPHVDIKRSFA*                
>Sros_PTSG_09753                                                                
MSQRELTCNMSWYRGRTTSTSSMASDASTAPKHTATTSTSTTSSSSSSSARGLDSAYASVPSSPDRVAASSMTSSSSSSV
AVEEQYYHRYNQRWGAPATDAAPMTTSKAPKVPVITTTPPSPFFAKRSQTQPQQQMHDHGHRDRPNHDHEHQHDDLHTLC
DLPREVIQQHVLPHLSVDDLCALRCSCWFLHATVDEMRPYKVLWRVTAVYRQQQERGPRRRSNPVIQLVHDTIAVMPPPA
VPPPRMAESAVRLYTRFFPRERPHLKTPEAVVDVASVAALVGAARVLHHLLTLPPLLAAEHKQRSAAMLLCMRVAVKMGH
VACIRAIFDAIGKVADSVPPLICRESLLAFFDQSLQNGHADAARLLAGKANYSEQQQVADALHANAPVLNSPRTVDYFLS
LSVPEEDLLDLASIAVAHACEDGNVALLDHLLRNHAQYARVHVPHIEAAVSRDRAFVLACLHNALDLRRQHYTDTLPGLT
HAWPLLGQMCRCGAVKCLDFVRRQFEFDDAMLAIVSTNLMSMCAPSFGFALSRVLQFLTRTQLHARVPVSCWQAVAAGCC
RFGFTDALHVLLTQCFGFTDSDGDKRSSTCSACKHVGGNDNSDSSSDAKKRGCASNTATSIPTSPSSSGTTTTATTSATP
SATPSATSTHPIMHVDRRVVRNMEACAGCRLVVARAIFLTTEEAAFTQQCPLLTAVLGGYTGVVGMLHKYGVFSHRDESR
LRLLTTLVRAMGHAQRQDESGAGDMHSPLIMPWARADPAHSMSPPAPAAMHPRAGDALTPRRRQRRGSYAATHNALAGMS
LRHGVRLSSIHSSAGMLNLLWEEVGLARVYLQQPKDLCDLLSHACCFDLMDVLNLVLLDLDDSAVAQSALTAVQAWPQDV
QSTHAAQLVVRHLMRRS*                                                              
>Sros_PTSG_11578                                                                
MSSGPMNDMCAKATAQLPKECLETSLVCIAENLFGPDPRHMLAGMLKLMRKRYQQQHGNDSQFETDLQHFMPASCQDTTS
LAALPQELIERIVYFLRDDPITLGVMAQVCRSWRMILKQQRVWRDVCEHQWGCERSPIAYTRKLQELIGQDDFRPSLPDV
APLVFAGAKLDEVVHQCGGTPLLSATFYGHLNVVDFLLRNGAPRNSTIKCGKNALMVAAFRNHQEIVAYLSHRGFSLRDR
DAFNNTPFMLACFGGAIKVMTWLKAQGLLLTDTNCYGHTAMHCAALGGHRDAIARVHHYGFDIHQPSLAGQTPLHVAAAY
GRAVAVAYLAQLGADLTARDRHGATAVMLAALGCSHRSIKNPNGLDSHATLAYNLLVQQGQHFNVNDRDAYGRTALHYAL
PNRNFPVVQKLISLNIDQQVRDTFGATAADYQALVRALANKQFDRTCALLGRLTGVAITFACRSESTFSHAEFRDLLRAL
RTNTTIRTLVLINTCVNVREHMEDLLALFAENRTLQHFDLGREESSILPLVVQEYLATNKKLAENGGECDEEEEEEEDEG
ADRRDDDADDDDDDDADDDDDADDAVDGGENVGDDGLEDEEGGGATARAGEDAFPGTGVRHVYMSGSIVATASVSAAHAM
DERDDEPATW*                                                                     
>Sros_PTSG_12760                                                                
MSTRKPSGDARVPGRAAHRGRARTSGMRMQQARRRQPRRRDATAAYLTWATLPEELLEHIFSWLHPVDILRCACTCKHWQ
AASQQQRLWKDVFARRFPKLVPKVSGNAITWRQQCLTRIFKSRQAFMQRAGALTPDRYTGSQDLGNFLRQASAVFVLRIT
ADNQTHNVIAKHIKSAEHRLGTVVQWTKKLNEIDWQRVDSVSVLLSIIADPRLDACRSRARVLLCRSHVYKHATVTAAPP
VAQTDLVSLTTLDRSLVLGLWKDDPSHTPAFVALNVTYAALLGAVLHASETRMYVPPPAAAVDDDISTRYGMIDYHVVVQ
VRTLQHTVFLNAFSPVDCLPTFTSLGGGHRGGAKYAVLPLLGPDARQSHLPCDSTDTTLVWKCEHFSASLDDALLVDVVV
RDGSMAVVAETSQLVPIDHQTADERRDDYAFSEGESLRFCVTGGDELGIQLEGSIIKEEDGPIVHTLRVLLSLDRVNTHF
SRNYK*                                                                          



>Cowc_CAOG_00202                                                                
MSWAMHPGRRVYPSDGDDSLDSDDDDDDDLLVAPKRRRKPSQPRKPSVAAVLESRRDELLLTTCPASLLHAPNEGEDAAA
AALATTAGKKGKKASSQRPPSEPRSSASTASAATTTAVAATTTATPVPSLPHEVLFLILQSAVSRFGAVPLLCRTSRVSR
LWNAVSSDPLLWRSVDLSNCADRLSLQRWQSLAAMHRWTRLEQISLANNAWLVDSALANLVAACPTLTAVDVAGCWRISP
VGLRSLLGLPKLTSFTARGGEPPLGLYASGSSRRDGGSSQNAEDAAPWRRTDPLTPAFLSELATTHPELKELSISFAHLE
GISSFESLRLLTSLNLCFVKGYVHAVELVRCFPNLESLFLAELGEHLPYPALLLQDRRRATPQPGLTHLRHFICTSQNPD
FAQSVRTDVSTSVMGLITPSLSLETLNLEGMCGTQALAFHEILATRPIWRLNLSNTRATLNATALKRLKIAFVLPEMRRQ
STYRVLKAWVTNLKELYLDRCSWADGSLLDVMVKIAREETNKMPLRILSLVGSRPTAKPLARLIGVAPYLVVVDLTSCRG
IPRGFKRRFKGRAAILELQAELDRIGYESDSASGSEDSSSH*                                      
>Cowc_CAOG_00789                                                                
MELLPAEIVMEIFERLPFRDVLSASRVCRFWFEVAIDYLSASIDLTHEHRGIDDKTLRFILTRLQPRQLNLTNCDEITQT
GRGYLMDHGQSLETLTAPSLLVSAHNMMTRMDNLTNLEELVIKAIHLTPEFRLPPNLKKLWVESQFVVSNDWSWEDTPYL
TDVRVASMQLDERPEQLNRLISSVRLSALRMHHCSVYVTQPLAGLENLHTLELHNPVRYNFTQKYTYIPLFASCPNLVNL
VIREADGLTDKMVDDWLALLPNLQSLSLNQGRASRLSDATLTAIATRCPKLRELKLESFLQMTDVGLTTLASSCPKLETV
WIPFCRNIGDAGLQSLFTWCKDLRDLDISGCTHVTEDMIGSMIKNGISLDRLAMYGIRTITGNDQAMTRLSDLGVKVLYR
PSPALFDRKRLARPLLSFPCDEERHSCNRIRCPHGCDEIVRECMAQDHAEVCLKHRTCPRQHSGCRFTGTPEEIAMHMSV
NPGTFKAFEAERKKEARTLSKVPACRYGLTICRFCDDVVSLLERRQHMDEHDKQSSDIPAAKCPLAYLGCTFHTSKRSPA
VSAHLQECEHNETFCGFCGTSVHVSSYHKHVLACVDAQNREYRLMLPVDQLSLDARSEKRPSKPSWMVDQSSHPRDPHHP
GYWDRW*                                                                         
>Cowc_CAOG_02224                                                                
MKFSIVGAPGSESEHAVLQLNEALQRCMDPSPSQVAATLAYSVHLDDAGRRLGMLELGDRAGERTGSASVLSSDPAPHLR
YQGKQEFDKVQLKYNSNANSALAAISDGTCDVAVVHIESVAKPALDTIDAIAAHTNLRILCTFCPTVSFVLARIPGGNPN
SDSNLVVCSEQADESLKDWLSTVFLGPVMQDRVYTLDEVAPHAQALQNSSPRESYAINCVVSHRTAAVMGLSIICHVPTT
ISNAWVKSQFAMVTSNPGPETSHEAGRRQSLLRLTTQRLCPAGCETVSAYSFVLPNKSGALLRATQVFNLRNLTVGAVHS
RSIRSANPNVKPDVGHTTWIECSRVPVQKHQAILDDLADVAKAVQWHGAFPASIKLPIPFFQDQCYMCRNVFQDIQLMSD
SQPSLAPLVVSAASVEPNDSSNLPMNILDLPFEVMELILMHVAAPLRDYSLVHPHFRPSSAAACAVRVMVVAKVCKRWRH
VLHRCSSLWRQLCLAREREMVSQRILTSSFVSYETSLQHWKPFRLTESCTAATSAAQLGEEPLSKWYLAFMHWSRTLQNW
ESGTHSIKYFPAPQLAEICQGPRIDAYVALADGRLVCIVRPQQHQYLSEQCALVVLTLCTRDQDDGHEMACEERPFWHVQ
RVPLSLNLPKVTRLFSDGLRVICANLDQAECFDFRNASTPRSIRTIEVASIASVAFLSETRVVVAGEEAVYSVALDSQAP
PVLISDMAGVIVIGQPVVSTRSSLRRASSSQPVPLIAFQRQPGTTLAISDQTDCQWTFDPLNHYVVFKPLNANGEDHLPF
ALNVPFQRYFEDGEDSATGVVGSHALLYTRSPITAKQVHSQCDTWQLRLPGKDHIVVPYQGSQLLAIPRSPTLASSGAAL
VNFAPQD*                                                                        
>Cowc_CAOG_02248                                                                
MVHSSSSSSSSLPAGGGGGGGTVPATTTAAAAAAARQASSSQQASRTTAPPTATTTTTTTAMASTSTSASTSGGPSAPPS
SSSSSPVLARAGSIGAEAAYKVKRLIVMGVSSAANTIAGHGSSSSNHASSTTTNASASTDSPSPSSSTDTSSKKPSFLSK
QRKAERKQQIVVAVAQPVPAAVVASVQAYPTLSTALSPTLASANFLKPTTRPSPRIAAPVVVAQPLPFPVPSLSTQLPPA
LASTMPQHLLGPSPPVQFFSRAGADESSDSEENTSDSGLSGSELNEHSRAFKYRFDSASWTNTDSAASGSRHGRDGTAGP
GPADSDDPDPTDDDADEDCHCPLCCATTADVPPAVMRRHNRRRHSTSCPLKAQGARPGRRSPFDATVWTSTASLISTVSG
ASASTTTTASAAGLAIHPAVVVPASAIHPSFNAINSRRPSIASITSVTSAGSAASTGSLTGSSSNLPDLVAVTMGAAAAV
AAQRAASEGAPSSASSNLAGSGSNPLAANSASGVNGTASSAFPSSFPSSASGKRKKRRSSSNAKRSLGNTGANSPTGTGT
TSPSSPNASLGASSSVLIRPTKHMQSIHTSLGRSSGANGAFFVERQNQQQLQQQQQQQQQQQQQQQQQQQQQQQQQQQQQ
QQQHQQRLSPRASWMEAYQPPGSPGRSGKAGSSSPSAANSWASHVHDPFTTTFAPQHRSRRQLPASWVAENPSDLDDLDD
LDGVNPAANDAPLIAPPLPPGSSNVASPEFPTVHYSDLLHLQQEIEQQLRLQRDAASHSNSTLDVGHGTANLTQLPPSGP
PTPLALAPSSSPPPTPPMSPIKSADEEATTPTPATVGMRSFSAVLMRLPHDSVSRTVSLPSSQNQPVVSAWHQQQSSEPQ
VQQAQLQQHQSQQHQSQQHQLQHTAHSANSFAPLNMTSAASNSSVSFAISTNRLETAASAAAAAAAVGGGSLASVFQAPT
HLPASATSSSRQHLTKSSSLQSIKSHHSARGDAVTGQIVRKRVQKISEWFEDFNDIQRNTLLRMLIEQSGPSQVHFLSVQ
MEPRMHKHCPHNCQDILAWLPVDISMRILSYLDVTSLCRASQVSRAWEHLASDSSLWMEHCRKSEGWVSAEERERQLQHY
SHPSPELGGEIVVAWKLIFAERYRLRRNWLNGRYTVRTFEGHSQGISCLQFDHVRIVSGSTDRTIRVWNIRTNTKAAMTL
HGHLGTVRCLHLDGTTLFSGSSDRTIKVWDLSTGTCKVTMFGHTDTVRCLRVLGDRVVSGSYDTTLKLWDWRSGSCKLTL
RGHSAAVLCVHLDHTKIVSGSMDKTIKVWDAKTGQCLRTLTGHDDAVTCLQFDESKIVSGSLDSSLRFWDITTGLCMGTL
DWVRNEGHTGVVRHLQFDSWRMVSAADDKTLKVWNLLAGQRMLTLRHHTDGVTCLQFNDSRIVSGSYDTTVKLYDFSVC*
>Cowc_CAOG_02363                                                                
MLLEHLDYDILLHILSFLEASDLCRLQRTSRRLHYVAGDPWLWRRLALPIADMSPVPPDAGFAVSRKYAATLASTPLVPA
SLSAQLLTGETYPPPLADDDEMITDADRTPDRANPAGQLEPISMDNQATAQYKLALWFHAQCKAAYLAGTPTIAPLIHQD
IVAAMDIDDWLLATCCRDGAVSVWDLNKCQKTLWETTNTQQVTVAVQCCLRLNMLVVGVVGEIIVISLRDGRHLQRIEAH
PGSLLRTLVLSARSLFSGGEDYRVNTLTLNPNYAPQPLVYGEPFEPAPSTPALPETENLLPFLPQHRTIILHENVSTFMQ
LSYPFLYAASRDSTIVVYHVIHQVIVTKLQEHHDSITNFSITPTHLVSGSRDKQMFLWTRPSDEMLDAKVSAELHRRRGF
TAGMDPLFTATQCGFEVKFRFEIPVWVSAVLATRETMCMGRIFSSEVQVRSILPPYAELTTLQLPITQVVRRITGTTYSS
LVVCGDPAMCLVLLFAPIGHNCSMQRFSDPGWSLQQCVETGIRERFPASLLRRAGDIRWLLDRVLPRSCASTLVTSRDVD
V*                                                                              
>Cowc_CAOG_02430                                                                
MPLRDVLFPMRARNKKKDAEIFMNQAQDVWTWFAGLLYTQQQLLLDGLLQRCATVLHAHIASELQAALKRDFLATLPVEL



SLHIVSFIDDPQTLCSMAQVSRTWNQIASDNFHWHRLCLRRNFIPFRPEQVLATRMEQAYEEMWWGMSSSTVPAAIAAAA
PTANLATIPGAGMLVPSATFAAGGASFPAPSITGEVSSSSAMEAAISAAMESSPMTISRSQSRPSAASQQLSASLASHHG
SLGTANASSSSYAPSHIDMMDESHSSRNRPRLSSSSLSATPTGRRSGSSSLSVSLGNHGSGLQSMDGTVSSSLSSSMRAA
GHLSPPSHSAALSPSMSTAAAVSSSTPATTTSSSSTSISSSASSQSAAARPRSSHVSGEPSSQDLQPYYSATPQNRTALI
SLYNAYGGNEVDWKSVFGQYYRETMRLQSNWRRGVHVKHEVQAHTEEVTCVRYTEDRLVCGSYDGLVKVWDMKENLCLGS
LMGHGDAITCVAFNESIIVSGSLDHSLRVWDANTGRAVRALMGHTAEVECVAIDATRIVSGSWDNTLRVWSVETGHCINT
LSGHRGSIYCVQFDADKIVSGSGDRTVKFWSWATGTCYRTIEAHNDTVTCLQFDHELLVTGSYDCDVKVWSMESGTPLFT
LRGHVGEVWCLQFDALANRIISGSNDGTIRVWNLQAGQCNYVLRHGSAVNSLQFDDRKIISGSSNKALQLWDFSAQ*   
>Cowc_CAOG_02939                                                                
MTSTDHEQPLHLLSLPDEILVRILQSLDPPCLARVARCCRQLRRLAMDNLVWSKVYDRALTVASTRTSTPAAASNANPMN
SSSTTNAAVRVENRAETRSNRSNPKSAERRLSQASPAHGTIDWRSRYIWMFGTFSSKELVGHTDAVLQLGFQRKSEQADS
DNPDSDDDDEEMSLNNSFNDNDNDKELEFDSRSSELLLSGSADGTIRVWDALSGVCRRTIDIPTPRQPAAMRFSDRLDSA
CVGGETGELAVVDVEAGQTVTSGSLARASATQGTRTPTVTSICMLNRTTLIAGLVSGAVVLWDTRSHCSQAHATQLLLRH
EGSVLSVKPAPTHNSSQQSYSYELPNELVTGSRDTTVRVFDVRANRMRAAVRTGFIVRDTAFLDTGRLAVTGGPYLSRGA
SDVVALDFYDYATMSRVARAKDVCARSSAAISSLSVDSKTNCLLTSSWSGGIGLWNIATGASMRSVVLPKPQQGGENDTL
SLANLALGPQRIFRGQLDGTIQVFSPSLTLPPVALPGAFFAANMSDSVYSDELRDMVASRFGSSSVTINSRLSGMFPR* 
>Cowc_CAOG_03128                                                                
MNEHSNEADSDSVQRAHAETRNDDDDGDDGDDTSGLTNASAAAAATHAHRSRLLHYFRSHDGEDIEQDGDDEDDDDDDDG
DDEEEEEDQDQEDQQDEAADQQQQLEDDDFGVDADDEEEDRFVRMLLEQENRRDMFRWSSSDEESMSDYEVEIAGGIRMV
IALRRPRGHSAPVPPTHAAAELASSSSSSALLATSSAAAEGDVGDATAADFTTILPLEILEFILSFLDPVDLHRAGQVSR
FWHQIADADTLWKPACHRLWKGKFGMSLTSSDPPRCMAREEFAGLQELDICRFKKYYFATLADSKRTVISFDEVVDSQWD
LRFRSHLHVAHNTNPRFFRNGTFRSNMHRESMVWRFVDNTHTIQVAHFPPLVPSRSTIDWSFKLKNPWVIIRTLDANSMA
SAKPQA*                                                                         
>Cowc_CAOG_03150                                                                
MWEDEGDYFDTPAFPDYPMVSEEIVFHIFVQLEPRDLCTLCRVNYVWKRLMLDPRLWNRLGQRYIAETAAMMQEYDTMYS
PTDALERDITRGQKMIKSIKAYEQKLRARQRLTIIVPTSVRQRFFFPDFPDIRTSLVLKILSYLPPDQLSKCQLVCRTWR
KFARDQSLWRAFHERETCHLNALKSQYDQLFSPPEELERAINASNQKLRSFSKRMNIGLREQIAKAESQPSARRLAIASG
AIFPRCPRFSSNLFLYILSFLSAGDVARCMRVCSTWRALAESNSELWASVALNETELLRRLTITYESMYSPPESLEIAIR
SKQKLVDSIRKLKRLLVLRNNALNKHSAFVQREGIAILPRAGAAALPLSLGAISAQPRSRVRTRADSSPSGRTDGSRKPS
APISE*                                                                          
>Cowc_CAOG_03278                                                                
MTTTPINAIEVLTQLPSDIQSTVLSFLSPSDLQQLRLSSRGLSKLVDETSTLWVSRYTASYGNVNEYIAILNNNLGFELP
AFVPQGGWKGAFIERQIQQQDSRATDLVAVDARSALTRSERPAGSSDGASTSAQASASTAATAGTAGAAGKSAAAEDETT
QVITLHANPASSSMLVANAEIAQPRLHSRCLSKQKGFCANVKRTPAISSQSSTRLLQISCACWNSFRNMHRRSIFSRVHP
AMRFIEFCEEVDADFEPVRELKKQVLSLIEKQTETDDHVALIVDDYLSEDLQEVLTRIFARFDRDGDHAWNRQELDSFVF
ATNQQHVTDQFWRAIRQNFTCNARGHLLQEGLFEFYLRQTLDDPEETWKDMRTHGFDSFLRSDETARSA*          
>Cowc_CAOG_03723                                                                
MSSSNSSGSNSYSSMGGFAQVLLGSAETRNSNNNNNNSSSPQPTSSMVVASPASTPTSPTILQAPSATKAPATSVAAASA
NGSTTTSASAPFAAAFAAAAAAAAAAQRPPTQQLGHPLQSQPQAPQLHADEATAAGSGSSSERTSFTGTKPATPLVASSP
PQSPSPSPSPFTAARLDVAAAGTPSVVLPSGAGGPRAPLGAMASSGRDSDAVNDDGLHHPATATLISNQHRILGRSASAR
VIGSSIHSTTSAAAAAAATMTRPEAARRQHSTGNSVEALNDESHYGGSMHSSAQDSANASVEDINQLAGAPIYAQQHQAG
QWPGAAGTDTSQTFSDTPLSFSPGPLSPIRLDAPVGNSSSSAAAAAAASLFSSRPDVASPNVDAATLIRQGSDSTMLPPS
TIPKPANDGELPPANAHSIGHRRVSQTTMLHSALPLDYAAQWRLIHVWQQRWNIDQRRAIINDLLLAAGGQELPVDALPV
VEGDMLSRLPSELRHLILTFTDQKTLRTAAQVCKAWHAFANENLLWRVLYEKQGYKMFTGVKHSALLTSNFDWKREYRIR
MRCAENWRVGLCGKLEGRAGHTGSVLSVQFSLRKVISGSSDHTIRIWDLFTGDCQHVLEGHRAAVLQVRFDDRRIVSCSK
DYTVRVWDVRSLKQIHRLEGHQAAVNGVQFNDEIIVSASGDRTLRIWSLETGVLLRTLTGHLRGIVCLHLSGDTIVSGSS
DFSYKIWNVRTGECQKTLTGHTDFVRAIQKDGTRIVSGSYDRNVLVWNADSGEVTLRLTPCKFPVLRLQFDDTKIIIASQ
DKDIRIVDFVEPIPAELGVASGSSSGSTKSRKLNKSASVGGVHGTHLLMSSLSNSSASNGSAPSTPSPLDSGISALLGAS
GIRTGSTPANLQQVMQQAALQQEADSPSPQNTSGLSRHAPHHPQMHGATSRAHVQHPAQPTTGSPVGGDGAYAASSTGAS
HRLSNSFSAVRPMSDSSGSSRAR*                                                        
>Cowc_CAOG_03934                                                                
MSAAAGFATSFQFNHHHHHHHHHQPATSNHYSTHTPQRQSSGGSDENQHERAYRTESSASTYADHRIRNNNAAPNPNRSS
KHSGDPTVVESGSYFVSNHFRMHQLHVLASPSDALVGAGQCSAAASNSTTFVTNSQTTLSSSTPSHPSPSAPTATTTLAV
SSSTASESTNPDETCWLLALPHDLLHEILLILDAKSLAMLACTCRALRDLAQNDVYWKHLFRVDRHTWPHYGAPVPNRAF
TSKRQLYLAYTPNNPAAVNGLHVTPKPSARGIFKTMKRAVLGQAVRMAIFGPGLENAQQLPVVSSLLFNPMSPLRATRMY
PGIAGVGSGVGVSINGIVLNLMTLYRSTQAKRRTTSVQQVNQLSDGFGRLSREMSQLCKTVDTYAFVVDATQLIELSASD
RELDPERAEAHDSYIADARIELSQLLSDYNVAKDAPLMVWAVELAPSDASTWLPAPIANNSNAPNPARTADGSSDTAPYL
PWKTASGKVRTASAATVADALELHSIARPWRVFSVDMSTFQNVRDSVAWSVSQI*                         
>Cowc_CAOG_04226                                                                
MNDVPNEVLSAILDFLPARDRLQAALVSRRWRDLADDNRAWRRMCMHKWNTTEPMCWPVFDPDGGDPTLWKRLYHFERAL
PQPTLCIEQPCCASSVDDYLHQDITNTVTEGSASFWSSTGSDDIDSSEWLTYDLFHPLVVVRSISIEAYKADWHFGRPVY
APQRVRFSFGISRDYLHHVTQEYPVAPTTTSQVFLFDYPILANFVKVELLGRTVRQPSDSLYYTAIQVVRVGGSPINEVT



DKFIALAFINHAKRIANASSIASDEIVKLSFVQDEHGTIYRDHDDDTDSSDSMAEVAWDCDRPVRVWPAAANPAPTAGPS
PAQPPASRLFQKVLASFSPSGTYSFLQSQRARKHTQFTHSVWDPSGIFANIDLLGLRPATFLTVNPAHDSDEDDADEFDR
FGLGDSDDDDSESYDSTMTDAEREERRTTRRAFAQFTFGTRGEEGGVLRRMLAAGLMNDLTRETARSTRGPPDPAAIRAR
ALANIGALVQFLESAPQDDLEVPELIPPTDDEEDGALEFTPRSDRDARNALSDDASLDLTQSRDDNSPMSSYLPPPVFPS
LPRPVYGSFDDDGDDADDSDLPSIGRIRI*                                                  
>Cowc_CAOG_04314                                                                
MSPQRMQQQDEAHEDDVAHRPIPAAWFDVDEPLFDRSFRASGEAGAANFTADELDGDDEATRLKQSNASSSSSSSTAAAG
STLLTRAQQKELADAEMCKQRKQIMDRYFGRTSAPWDTMPDSLKQRPVGDLTKVLPVELLFIIFRSLDTQSLARCSQVCK
SWQRLIDADVCGLRLWQLKQNSTQCDREAKPPCCLTISHSMPRHSAKSVYALSPDRSSALGRDWSAGFAALSTAAPSIPL
PSHYESHQPYCIAFDRVTQSLVNERILSSVAPDLEAGTETQVERLRASALSKRTVACIYDTQTRWAAGMLFSVAKRQVSE
DTSRPQTPAPIEHRDLFTDDTWAQTSCSRIPYIGSGFNTPEGCASPPALLESSRVTRPYPADDEDVPPPPQVRQNLHLTL
AASRSHSSAPSAHPPATATRVAPPPQSAQPSGQTSLQLEMFPVGASLNLDVSVWGELLSVF*                  
>Cowc_CAOG_04677                                                                
MASQPALNAAAAAAAAPINLAPGFAHIGFNALPPDQAALYRARSTVDDAPSRDDAPSLEDHHDERSHRRRRRRSLRRRHR
HWMRTAVRSLFTAPSIAAGVAVVVGNVGVRVATVATTLVTRAGKLAQAVAQLDWIRGESDESVVLAAAAQDEADAAEIAI
LEAMLQPRLALITQLYRLAERSVWRTTMHDRVQYTDRADVVPILHPSSVVPLPAILHRAFPALRFYGKAFALLELQSEKF
AASEQPFHLSPALDVDVDQYTLHHYPIEMVRATFAQPPLIRFAHDSLDAASVSQRVLGGEAASSVATDVTCLPDEILLHI
FQFLLPSVADLRRIAAVCRAWKRVSEDPSIWRVVVLNKWPIFRAPSLHATFESHVALYNNNVKSMWADGIQKACRATAHF
EIYAPYNRDAPRTVQSQLRHTRSSGWNIQLCQQAAADNESVKVVVTPTLSPEVAWIRPIKLIITISRPDAPKVQEWRYAS
FASPGHPSRDFWMALPVPEQSGSGSTSTLPRPVQVDVTLVDEGMAEPFTSDTTLNWAARSSPTYRCAVVTDEDIERHCGF
GLFDAIILPCYELAGDDTLSALCSVIAHRHAISREEQELWLCFPDSGSQELLFHPRMLLSPHHIQTCVIQDLATLCGTQS
HSYVMHTNVTGLRHHLIAQLQTRSLWTPASPSSANAHTFDFVVYFRRSQPAEELARAASARSTFARFSAGLVAERSDGDD
DDNFEAAMGLFNRAEQSLSVDASSLVFARYFDRELQKLWNLGSMLVSTHGTRIDTLKQFVRERAGLAADADLVMYTTSSS
DPSRTESVLEGAVYLRELDLTSGDVLYFEQSASELHLATPTRLRRLPRPPPARRVGKAIFDSSLPLFSQQLLDSRSSESD
LLPNPAVLSLARDFYLDTTSHPAILVKRLPRVNSVSEFLACRARIVQVDLQLPEDPFNDHPLLVSLCCDSNVLLYQLVGV
AAELLAISPERISLCHDRGQPCSSFMSVRGVSDCSRAAPLQRRFWCQRTRQPRRVYSSHDGVAIFVVVDPNHDATTEGLG
TKTIRTWYDVRRERKRAFESTRRQRAQASSFSNTLATDPFGGVFAEPMYSKLSGPTVEDVDFTGTILDT*          
>Cowc_CAOG_05019                                                                
MSRSSAAAEAVVPSDADASDDTDNVELELELEQLDLNTTTPTAVPSAAAMDSIVVLSHEDGDAAVAAAGDLDLASFRHEW
QSELAARSASASTNPATSAAVTSDASSASGRTSSNYSHSAGASTSRATNTATSDSLAGPPTHLALPPSLRNLQSDDTFKR
AFKLHQSAAYLESTGQALAAMELYREAFQLVPDIDRIIVDAGMVFPENEDMTWYDEDEGGKAQEDVLSDYDAASRSSNTA
SLHKRKGPAPGDAAAAAAAAATIPTTIVQRNDGDLVFQLKADAHAAGYDLWPILPMRESTLRTTAHISDLPIEILLQILL
FVIGSELDLRSLEAISRVCKQLHILARDESLWRHATMPTNLSQIHLDSWEPTPLAGSALSHASVSVHSLMSSQHRWRELE
AEHRRLLALYTQRVAQHADGSAVTLLPWRSVYIQRPRVRVDGLYIARLWYVRAGEKSLDNFFQPFHRVEYYRYLRFFADG
TVISLITPDDPTLVVPRLKNPPRQTGAEETGYLGKYRLHGDIVVIKVKKMESRRPNRATSSAQANTRGVSSRRPPHVEPV
VPSSLESIFYMELQVKSSASRRNSRLTWLRYSSIMHMSDATSTVNDFDLSSMNEFIFSRVRSYV*               
>Cowc_CAOG_05039                                                                
MQPPRIVIPAPVTSSGNNSNINNGNGNSSGSMGAAVVAGTPTPIAAPVAAPAFPPPLATNITSSTTATVNVNSANVGALA
ANADESLTRSNTLIDLSSHDDAHNDSLTQTDHHDKDDDDDDDDVGRGGGGLFTLGSSTTSASHTDAVRSSSHPAEVPPSD
GSCWFWAMSSELLVRLFGYCDVTSLNSLALTCKGLYQLCRDTHLWKSVYFRHYGPTIDSPSFCCSSVLGETPTPLDPWWQ
SRAEYTPADVDWRRQLAVVERTLQGWSEGHFSVSRISRHKDFVRCVVGQFERGLMLTCAGSVKKRECAVGLWDVETTVCK
KYFRANHTGPIWCICIVNGIMVTGSDDSSIKVWDISAITESEDENATRRSRTNSITSTHSTSLPADDHWYAPTSDHASSA
TITTAAAAAASAAAAAAAAASTGAAGDEPAAEPPVLDEEDAPETADVPLFTLEGHRSSVTCLQLMEDGRTLVTGSRDRTI
KVWDVMTGQIRFSINLVGRVTCLQCSRNRIVVTTNCGEIKMFDLNDGYLLADIPHPVRPDAITDITCLSYVNGTIAIGMD
DYTIGVWHSEEVGGTEEEPDSDEEFDPTLVAGDGVAAVVAEEVARRREELVDVNMLNDLGEDDHLTSQNTAANSAESATS
TAASAAAAAAAAASNGTVPMAIPTSRVEASATQTSSSSSAPNSPHPSGLRARLADQLSRDRERSRSRSRSRSRSRSRSVH
GFDGLGGDNTPCVVVRHLHALRGHRGGICCLQMDGYTLMSGGMDGQMIAWDLATGDQVRQFAFHNNAVTSIQFDRIMDIA
ASGSWDGTVKVWRFSTGDCLHTIRVHSDRVWAIHYDLTHMLTISPYAARLQGGDGNDNSSSSSSSSSSSSSSSTAAPAPS
TADEAGLVVPDDDPDDVFEPPNPHPPPPPPSVFGSHLIKCPRCNGAQYCSMWCLVEDASSHEHTCRTIVEAQSL*     
>Cowc_CAOG_05051                                                                
MSQKWTLWPGKPDAKALEVLPNQRAPQETSIFATKREKPLWNMRPDLKADNQGAHWTESQVMKLDDNQHMHQPPSASASF
IEAVSGAGRSGASSADVLSSPIGTHARVDRQHFRPESASIPATPLDSETVRILAQYHYLPHVVATLSQDAPDSRRYLDHA
YPLHPAGSTEMIVQDLVPAAGGNNDARSWVGQFTQSSPALQAQLLETLLRCCSLSQLRVAESLLEPLFRRDFISLLPHEL
ALSILQHLDVDTLITAARVSRSWRRVIDDDAMWRLKCDQLKIDDSFFLQAVPRPVNLPDFLAPRISWKRRCLLRRWSDRN
WKSAKFNAWAMYGHGEAVITCLLLHDTHIISGADDRTVRIWCAVSGNLLRTLHGHTGGVWCCQARDALIVSGSTDRTLRI
WNIQQGKLVGVLEGHSSTVRCLCLTDKYVVSGSRDQTLRIWSLQTVRVLTGHTMAVRCVCVSDDLIVSGSYDFTLRVWDF
ATGSCLHVLTGHLQNIYSLQFDGNLIASGSLDSFIKIWDARSGKNIFTLEGHQSLVGQMQLRGNILVSGNADFMLKVWDV
TTGKCLHTLRGHDSAVTCVQFDDEKIVSGSDDGHIKVWDLKTGQLLHNLVTLGPEAVVWRLQFNETRLVAAIKGGSSFPV
TTTQTHAHQGGTMQYTVVDRDLSLPNNAQVVGSITANADNPVQRAQEERLFEAITELGGTPNANGTRILMLNFLEKDAWK
VASSTIPRHDESVPCVVPCTPRRFFTMITRLLDMDNIVYTEGPAYVLNCTLPAFRYTIEVTTSSDVRSLLANCGITLRFV
HGNRSEFPAYAQAMHELILRSAREMILLP*                                                  
>Cowc_CAOG_05083                                                                



MSGGGAQTRTEPATPPSPSSLRSMAAGLEVHHRKGHVPEPLKLDSAATAARPASHQQHQQQHILTTSSSTSSTLSTSSSS
SSSSSSSLVAGHATITAAAAGVAAPLGGSNAAGVGSASAIPSRNAALNLASPLPSPTTRRRLASQLGPAASVPSAPNSAG
SPSTGTSSSAEPQVFGSPLTSSLLASSSSSLSSSASYPPPLSPRSLMASMPPALFSTPSSLSSSGSAGRSLLSGGAVTTA
SATASSAAGNSAHTTPATSTASRSRASSFGSTSAAAAAAAASESGEDVSSPVRLLSLQLKESPLFHSSSNAFLERLVETM
KPRLYKASDVIISFGDSGRAMFFIYKGVVEIISADRETVAATLGEGKFFGEIGLLFGVPRTATVRALTPCILFAITHDKV
SEVFQEFPEMRAQIEMEAQSRFSMVRGRVQASPVLAPTADSAAADSAPPAIASTVAPAFSTTTAAALMRAEGGHSKQASF
DDLEELLRANEALVRQIPMFAHCDAGFVRMAAARVRPRTFPATSIIFHYNEPGDEIFFLLSGSVSVFGRDDEVEFEILMP
GSFFGEIAVLYNTTRFTTAVAREDIETFSLSKADMNDLAPLYPEMKERIEKISNRRYRDWLRAKQLETAASPSRSPDRKS
PVQTPAPSPVPSRKFGANSDATTAVGNGSPRQPTTAQTSATGVGTVLFSTPLLGASAPMTGSPGSMSAPVSQRGSPGSRS
PLLSGGTPPNNSSTANLANSGLAPQLQQQQQQQQPSHQLSHLVHHNGLLNQLPKLQVGSFGSSNARAISAPVTSTNSTNG
SPNNSLQNQNTTLAFAVSGRRSFSEKDRPSYLQSQQQLAQQARPIFSPPAQRSTSITNISDILLLPASDPAASQLGGGIS
SPPTAGSVLNLANANGPSPGSGLASKLSSSLGFSQGLGLGSMAASVSMPSLRDITATEAREMSPGGVVFPPTILTMANRR
SFSAMAQHQSFDATADGQPMTHAQLEQLLLQQDENNQAELSRQATSHLAAASLSAMPRFGNNPDLRPHQVIESPVPHHSS
TSAFPFASASNSALNTSAAAAAAAAAIAAAAGTTAAGAPATVGPAEPVDLSQYRPVAGPFAPPRKAFSMEDMSRRLTAMA
AGGSPLATSMSGTPGSATRSPTASSTGLDTLQLEAMASPTSNYHRRTHRRTPSADLASLKESADENSNELRKRASMMGQA
SQSPNQEGSPRNLSPSSSSHPSRQNSRSTLAKSSSVDLRQTGSPQSPQLLSPHLSPALAPPSGNVVVSEFHLDSQQGAAD
LAVPVPARGLPHQSSSLKESSPKLAVLPAPTSPVVTPTITVESTPVTDEVVAPSSSVDEVAYDANAAAAAAAAAAAAAAS
GMMSASRHRGGFAPSLPPHLLGKMSEPETVDEDGSDGATSTAEVTSQENSDEEDEDDDADDDDDDDDDGPAVNPFANFGA
GGWGTTSTAAAPGTSAPTTMSNPAVDRLVAQSVGRRRASVAVWLPTVMTDIPQDESRSRTLPDDVRKAFLAEQERRAAAD
SGLTVSNIVELPVTVTMRIFSWLDFPDLVRVSRVCQMWHRLAFAPEVVSTIDLSSVHKKVTDTVLDNLTEKLGDSVRKLS
LHNCWLITDNGLRIVVERCPKLEYLSLFSCWDITTESLILLGSHCPNIQYLDISNCRKITDDSLIQLTASCSTIRWLELS
YCKNISDAAMVEVLGTCSNTLQHLNLQRCTRLTKEAFAPLRVTPALRLTKLILSDLFALDDQTVADIAAGCPQLQHLDMS
FCFGLTEAALSHLARHCKALVHLDLASCAGAVTDASVDALVASPSELRVTLQWLNLRNCSSITDDALRCLNENCAVLQHV
NLSNCKHVTAGCAERSTNIATVVLNASVRPPAVALASSNAAGAAVPMLHG*                             
>Cowc_CAOG_05943                                                                
MSDLNEREPALASPSKDASLSSSSPSSASSPGARRPPLLSLPSLYSLPGLTSSTTGGTEPSTLQEGNAGGLSSPSHSSSS
QATIAELAATRRKMPLAMDPAAHQQPVVTSDRSQQANQLPNQLSDSYLSPSLDLSSNPTSAGVVVLPESGESLALLAGSY
EEPPSLVSASLPPPPPAEHDPASTAETSAPPLAPSNPSAPPPVQLHGFVSHFDDTDADAVELAEHAHFNATQDSVISDSQ
VYRGSQPNRPAGFSTIFTAQQAEYVENSAQDGANLGFFADQGPDSDDAELELHAQQLEEARSANSLVVSRHHTSHHDTTA
RSPASGQTSRARSSHRRPPSVTPFQAPRRKGDASSSSAHGMEDSGEGAARKRARIDPEGRAWSEDEALSSAADNSLLVAR
AASPSSRSGRHGRSSMSSSASSASSSSFSSSSSSRSSRELSSEAAISFLRANFGRWTSREQSSFLGELVRCLNPSQVVVM
SSLLAPLTHCDFLVQLPEEIVSRILGQLDLVSLVRAERVCHAWKTVIQTSSIWRRHLYTQFSPSIRMISMSRSLDLRDWR
AKCINSHLTRKAAQQNWQRGVYSLSRTTCRSSGVYCVHQHERHVVSGHRDKNIRVWLIVDEQLRRVRELSGHQGSVLALQ
CDDRRIVSASSDKTVRLWNMNTGVQLAAFETHTDSVLQVVFDNTRIVSASKDHQIHTLLWTQDGMNAEFEHRITSGGSAI
NTVDLCDNQIIAACGDRVVRVYNAATGALNGAPMHGHTRGITCLCAHKDLCATGASDRLIMLWNMTTRTLVRTMTGHTDL
VRCLRMNETHLVSGSYDLTVRVWLVATGVCLHSFTEHRQRVVSLRFDLTHIISASQDDSIAVWSFVDRERQPLYQAGANH
EPNEVQVLDNKAVRRMLTSPSVPRAFDVSSSMMEVEHVAPDSALKSDDGMSVASSYSRRGLLLRSPHRNSELYSRAPSTP
GSSVSGSTRSRVTTIPADHDDDDDIDEESVQEIEEDTSSIAGLQESSVVGMYDLGAMSDSSQPEKSSAAVKRPARRRVAG
LSKVRSSSHRPSAVPPLTDSSCSLPSLESKRSPSAASRSVQEHLAGLSDDGED*                          
>Cowc_CAOG_05964                                                                
MEPEDGMAEGAPLGSDDLDDVRLLTSDHSNPGTDDMDATVSPALLIPVAPQRRTSPRERRLQSPAKPAPVHRHPAANRPK
LKAHPDPDPDPHPDPAQQDDRPDPDEHNPAQEQETADQDRTQQQLAPWPVLRNWAREYKATTELSWIQVFDKFGIAYDEN
FLQYLAPCHTRGPSLRENSYSIVLYQKLNEARNLLKADSESSEYECDQDEDDDDEDDDEDDEDAEEEEEEEEEEEEEEDK
GNQLFDLSDSQTRQRGGKKKTSRSSSTRRKRRRRKRTKRQRGTRPPSDSAEAAPLRCNPPPKPLKTHIQALGVDCLMQVF
SFLSVVDLCRAAQTCRSWRDLCSQPFFWRRVHLNLMDTRVTSWQRFKDRVVNTLLQLTLEAVPWQEHDPRSDNLEALIPH
LAQCSRLHTLKLSHVPYYFVEAASAHLSNIRVMHMDGIIFTLEERLEEDQDPEPAADFRHNSQPNPKARPPISNSSVNTS
FISAPIGMLDVGKFGNWDGLRELCLIGDEAFTLPPFSFSGGLNALGLLKHIEVLAIAPLVGARPEDFRFLADLTSLRTLA
LGECTTWDASVFLSLSRLSLLESLSLEGGGRLDDDSLFLSLQDLPHLQKLQLHMFCFPRSFSACLPSLRSLSFLSVQPGG
HTVSEYMASATNCLNACVQMETSALTALHWGVAAPSSDDDWSLRFDNSAADTGGPPFSSATLALGPDATSSRATRVAAAC
ALPVSKDGASFSIREPYTWLALFPDANEGHSRATRSTAGQLLDPTSVRLPGTLDLNKLVDLLQANLPNVLVDVYSLDRFE
PCDSA*                                                                          
>Cowc_CAOG_06174                                                                
MVELDDLPDEVLELIFERLDLPSLLIADAVSRRWRFLTKRLALWKRHYQDNPVVGFEALLFGARTGRSIAGLDDAEASSD
NADDADNASNKSETILQTSFLYWKRLVARRERIRASRKDALLVNLILPNGDTRCATRCITAAVPMAVWPTGALANDRNTA
FMMFRHFGDDELRILPGPWTTIGREICPSPDGMSFAAAGSWFNYPCIVVSLLDGSGSIVILTPGPCFYFFWSPDSTKLTY
LHAGANSLFCKVVDLTTVTGELISARTAEMQQLATLEQDAQRDEEAGTDHSDNADADEFDEFGESDQDDEAEPSEPSSAA
DPSAVLDETTADPNLAPPDPVGPVESTDEEQVEQQSSLVVDDDGNDEEPSTEEATPDSEDDSEPESLFRSSPATGSRKLP
ADTPYDSQHLLFQGASMLLATGRPLFHVWAPDSKRLLVHTDERYFVARIGQSNEPEISELGTFRPASAHSCPQWLTRRQC
IGLFSLQHLQSHAHRWLITMEESEQIASRMKTAPLDELNYVMLTQLNETEASVVLVDVTTQQVLAHLVRVTDAHLFAMNF
FQFTLSPCGEWMSSSHLSHLVALVNFRTMRTVHIEGDAVFWSPDSQKLAVIKVNQAVGSYELKVDIRHRSANVFAKRGGS
FSAHATRSAAQIISFWDHTPAVELGQLKVRADSVANRRERREAGRRDRRRERAKFYARV*                    
>Cowc_CAOG_06326                                                                



MVEPSASGQSTPGTPAQARSSIPLLGAAVIGQQPLGMDDAARHIGQFARLDARQQLDYLRQLLAVCTPRTLFELSNIVIV
ESRLDFVSYLPYELAELVFAHLDLTSLASASLVCRSWRAFILGADRLWRSFCKDFAFTGYIQELLKLETQETGAIDGLSQ
PAQALVHAQARMLEEVDKEQTARDGICRAASRRAFILAHRTWHGCFRKAQEWYGVDHAQKRFIRFGGHELRILSIEALGQ
DRFVTGSQDRSVRVWDLNSLSMISRISSSTVSCLHTDPKNQHVYVASFDATISSVSLESGVVAALYRGHTSAVIAFDLSP
KHGLMATAAHLGNVFFWNLKTGQTCAGIYRQPVLLGIRLLQLGSDALTELQLARQQQQSRQTLPDTKLDEDNEPPLPFVQ
HGVDLGTTPAMLHRNNRPEHWPTTTVDSSCICVTVAKDGVVRFWPAYPASTELIHAAYLGSPIGYVDFFEDEMAVRFPDN
LVVVYRLPSLTPRLVIRHKHPISIVRCCPPFLCVVSGAFVHVYDFQAGSIIAVLSVPHGLVTQVWFSQAHAVLIVASNDQ
LFAFPLWTPLC*                                                                    
>Cowc_CAOG_07491                                                                
MDVPIPSSAGTSTAPSTGTNINPSSSSSSSSSSGSTGDGPYGSSSSYSVELPVDVLCAVFVHLDEPRDLLSCERVCKQWM
IASRICLNLHWRLLFQRTFGRCRIGGSLVEAQLPTTLPIHHPTSPYSHNNTHADASNAAAAAATQAQAQTQAVVGEQDDQ
RWNRAARAVEMSTAAARRALRQASTQQAAAAAAAAAAAAAAASASEIRAEAGMASAGEGAKASPNHLRTPLPNQDLTGRR
SVSPRPISPDPHLRISSASAAQALETSPTQAAAIDPRVSWRALDDLTRWWLLTPLDRVRFPLSCGLPDTDLMESGHPESQ
PGGSSLSTRSTTRPTSSVLGRGLHLMLPRIRLTTETASVRGASMPLWSELVVREMAAFCSELAPVYHVLFDFLSQEQQQQ
QQQQQQQQQQQQQQQQQQSTLSASTVPPSPAWSHHQPASNSSRMPWRLCLLGKPATAQESALRSSFRLERTRVRALSAQQ
CGLLREHWAVPMHDLPLHGSEEYLDDWDGTEGSFRSAHSEDSIDSINSASSESSSFHPPKPVVQPLSHNDLSSLTEPFGA
SSPASPASRGDNQGHPHPHRSGNYLGQMRSLSSSQASLLASQDVAVASKTHGRVPWRSLFEDRWIADQWADAIDFDVRKL
GESGWCGPPDESELPLHTLIVSAAFGTRTPSAEEVKRLFESVLSPLPEEAADLVSVEVLPDWRPRTLLSEVVRLWQSACT
EAGLSNPMVAGAHEDAIAAAEGDSHHHPSNTPHFHHHSSHNQESLDMLSKVASSPALLSLSAADASTDPAAPSAAHPTSI
SSSSSRRASKGKDSAKHILAALQDEREAALFAAKQQDARKLDLLETLLASSSTTASIATGSSGNHSGTSTPVSSRGATNR
KSITAVRQWIQQELQAVAAGLESARPHLSQLYNVCIRARSCVHFDAREHCRIRSEPSKPKPVIPVLPAFDVPQVKVSCCL
SFFCSVTRHRTLVGFGFLNVARLTERPTVPLYR*                                              
>Cowc_CAOG_07494                                                                
MDVAVDAASSLSANGAQRRLPTASMAVTPATSTPSASASTSATHADTASDAAPVVPALGLSLPASAFVDGYAQQQQQSLA
LHPHYHHHQLNHHHHHHHQQQQQQDDPSQQQQFRDWLLPTLDRVRQLSQPQLRELLAAILGHPSSPQPPSRSSSSSSSSS
EQAADSTTAAAAADPADALPPVPIDPATLSHVYRLVEPRLRIDFISHLPEHLAKHILSFCDATRLATAAQVSRTWRDVAN
DDSLWHRMCAQHINRKCHKCGWGLPLIMDMPDDAAVAHAAATAAASGSEIQPSNPRTKRPRRRWKDIYVERLCIERNWRK
GVYTVRKLLHPDGVYCLQFDDKKIVSGGYDGTIRIWDTRTGDCKSVLEGHTRAVRCLQFDRVKIISGSMDGTVKIWNIES
GDCVRTLEGHTGGVLSLQFDDTKLVTGSADSTIRVWSFADGQCRVLHGHSDWVNCVRIHHNQILSGSDDGTIRVWDIQKP
ECVKSMEGHLAEVQCLQMSHGTVVSGSLDNTVRVWNLETGQCTQTLFGHTAGVWCLQFDNLRIVTASHDHSVKIWDLESG
TLMYTLNSHLAPVNFLQFNDSKIVTGAEDGVIKIWDFGVNL*                                      
>Cowc_CAOG_07586                                                                
MSPFATLPDELVLRILAQLPSVDVLAVSRTCHRMRTVARDPTLWRQLLFRDFDCSALAVLPVAAAAAETIRHHQQEQHKQ
RTDPWIQAHPLRREAGTEPRRPIAVPFNLRTRFLMPSEAPATQQDASQRPIATFTDYTQCYGRIIPVTGVSNIKSIRALL
TSLLRNPPEGLSTVLFHRELILWYEAMHRRYTRIMRRLQLQHLQCESSYTLPDDPFADRWQLCADDEAMRLQTPEVEFDT
SEDDDLLILCLGEKIKHEDVANGLDTKLTLVRGPPVAPRPAASLSTATLRLIAMSGSDMERTSSARSNISDDASGDYASV
NDADEEDDGEYQASLSEDEAEERDESDDADGNSAENGEEGEDDPTALHPPSPPMAESPLPSPLQFSAPEHASNHSSILQP
PNAVNATPFAPIADPPLPVDAAVPWRTCFFDRQQLEHHWALGRVCAHFAFQAHVKEASIIFLELCHGNMRILSISQCRNL
RVWSLETMSCLLSLDFTGKNRFDCAVANDTTVCSVDFVEDRRATVIQLWNAETGSLSATLAGHLMPVAALAILPHAHQLL
SSDDAHCVRLWNISLPQAAFCLAAVHLASRPSLLLTWELCLCVTTATSSDAGLIRLLEPTTWLGDSGAGDTSTQQPSPAE
AGSAPASPPPRTASWKGAVSVLGNQVYAVDGATLHCLSIPSCALQSCSHSSHTLLHEHLSNPNLIPLGEGQHPAPTTVHC
TYASIQQSARMNLPVCVHASMEAVYVGHADGDISRWPLNFPDGLDDWQGVLRGHEASVFALDSFGRSRLVSAASDFAVRV
WSLTTHECLIVTHLLPPLERVFSRLNMVSLPERVFISENQFGVALSNGMIKVWQI*                        
>Cowc_CAOG_07625                                                                
MNVWTTEEGGVMHNVGPLLPPLNLPDQPATTEGLSSRRLLVNTSITTTTTDTDTADTTDTADADDTAAAPRGIDALPNEL
FLTIFAYLDAVTLFSCSQVCSRWRGLMSSAVMLRSMDLSRDFGSVALLTLVESAAPAAADLLASSALQSAPSDAATTRLA
AAAANSTSNASNAPSHDRAAAGTARSPKFRIAWRNSTRLTPLPDLTGQVATTIAQTVEADSTLANKTPETATDALPRDAH
DEEPPIKIVLARRSSSSLPSQSGSSTAVPPVEGVRNSTAAAAVPTATTAATAATAATAATALVEMARAPELSSKLASMLL
EAAAATSSTAISSAAPSSSSLAVIDAASGPSARVPLHHRPEGDIVTQLSRWLLRRHLRLFSSHLRYLDFSHSPAFISESV
LCASLSVATGLVSLNVQGCTITNRTLFCLPPSLTHLDISYCMGISAAGINHIAHACPQLRVLKCKHVSEMQDFSLTHLAL
SGLRLSHLDLEGCGQITNAGLSALLVASGGDLIDLSLRACDGLDGSAARAVAQNCPLLKRIDLSYLPLVDYDVTVLACSC
PRLTSVRLWRCNQLTDLAVTDLANFCPSITELDLMHCNRGLINPSIHRFPKLRKLVLYGCSSVTPATLALCLAMPGLENI
NLAHTAVDDDAIEQAAQVIKQQSHTDQADESVSTVGSGQSLHSLTLTDTTVGDRGIAALVQFAHKLQVLVLRRSPVTDAS
TTLLASGFPLLRQLFLNDCRGITDEFANRWPSGSPVRELHTRGTNLSKRGVALLSHHAQDDRLELS*             
>Cowc_CAOG_07811                                                                
MATSRASARFGGAQIQNRLAVSNRLAGSNLTTRLGAPAATSGLTRPVSASTSQAGPSAKPTAVIAHAAAAEAAYGHELDL
DEEDATITASAGHAPIPSNASFDTEESATYEDEDEDVTIRGGAVMKAPSLTSVATLVPETSVAVVDQEQSSRDELDHVLR
GMIEGSTDVVMRPNIFDGPMGMLSGFTTPVTGSPVQARRASRAGTSSASSSRRNSFAVYQGRDSSRLSISSMHLPEGERK
DILGLLPPELALVILSQLDVQDLCRASAVSRTWRNLCATPRLWQPFCHALLGGGMNSIAASTTDLRSMYCHMQQINHQAQ
KTHLRQTEIESNMQRLGVAASPSSNSALRTPSVPSAVRARQALLPSNDNSGASEPGNILQQMMPQSATTARNRMLRRPNQ
ENTMITPMRSNTLEAPNSVTSTQRMASRLSMGMTPGSSFTTPSRGIDADDSEQVLSVTRPRMGQVPAQRLFQNQPSNVSV
PIPGFGGALHTPGRIGLSAQMPSSAHRAGRLHQEQSQDDFLHHARMQPTAQSATITMESNDNVSAASDRIWARIRQDKQQ



QEAAKTLPEITGSLSRPAFTSYQPRTAHSTNIYMDAGVSSNAPRSGPAAGVGSAALNQALHSLQNNLANTAPVGGATLPV
DKPVILTSDADEPRSRKCPVCPDMLTRDPTTQGVGCCAQCNKRWCWSCLRDMVAHTACTSTSYQSPSKRLAARSAARVNN
QSIARQLHNHAAGENATVSALPSPAVSRPVRTVARPELIGTSDSKARLRRI*                            
>Cowc_CAOG_07839                                                                
MPTLASRLEDRLAAPMQPPQQQQQQQQQQQQPHPHPQSPSQSPQPAAAGERWVSSSGGAGARSVVTRRSSAAAAAAAATP
QKPHQQQQQQQLTMSSPAPLSLASASASKRSQQSGLSSLSQSSSSSQSSSQSSSSTGTNTTTSISQSSAMLIDGDDGSSS
SNNSSYNSAGVDFLSLLPSELSLHVLSLVDSPCDLARLALVSRAWRRMTEAPVLWRAWHEWLATGVHPASVALGGLESSS
PRGGRVVPFIGTPSSALPLSSAPSSTSASASASLLSSTASARLRHGDGVARIDPACVSSALDERWPLIVSQLFEHDQRCF
SPSSSSSSCSTTSASSSSSSSSSTSSSASASKSSSTLQQRLRTSTSRAAQQDVPAPATPPTTPLGLVPLLSSKHSSSSNS
SNSNHSNSNHNSQQQPQQQQQQQHQLNSSLSSSLSPSATGSLKAAFGHRYAGLRNLRLGRYTDSMVLRHTASAASLALDA
DAAFDPLADAPLRLGLFVGSEQAVFRVPSLLSSPVPGSMPASTSWAAAAIQLSVLSSMVIYSPDALHPETRWWIGGTWGH
QVIISTIPPTAAVPATTDATAKRSVSTSTATAASAASSASSASSASIVPPLSLLAATIKSEQQSDEAARAADAFMNVSAI
SDASSNALATPRQQPRPSQQQRQQPHMEVDDSSEISSFLNEDNEASAMGDRDQLDSTSAMNVDACTTDFLSSLLKSNDAY
LSGSSVAATTAAAVAPSGVAPEQILADLPCLGAVLCMKVLTAVGAGFAQLHQLQTTTPQQQAPPATITAAGLSQQAQQQS
QRPGSSSNNSSSASTATHNNASSAAGQQTPPESTHDSPASAESDAARNARNVSVSLLAVGTDNAAVMIWDLTPLRDGTGA
PVLATTLVLDSPTSSNVVALDYDSEHHLLYCGCDSLIEVFELDSFGSPIASSFQPAKSLGNRSSAVPADVAAAAAAAGAG
GVTALALHNSRLVVAWKDGAITSLCADASAVAPLLAQCDRLRDLPEGSTDASVQPIIWQPSSRSLEDSVSLQCMTAVSDL
LIAGCQDNVVRVWSLDSCSMLYSVLPFSSAVQITSIAAASLGYVTVGAADGSVKLLDFSLAANSKTNAINNSSSSNNINI
NNINSNSNINSNSISNSNSNNTAVALSNLVSSVDLDEKADILSATDPTSGLLVFGPHDEVEQDDPLAALANSHDTLLDSS
FISNMTNAASQAFFRASGAATVPVSPRANPFLSPSTTKLFSRQLSQPLHHTLGFDFQDQSDHMVTDSVLHRRTLDGTLND
PFDSTNFRPFNPMLIISGDGSASSAPGSFDAYNEDSFAMEEPAPHDMDTTMSQLASMVNPPTTVAIAGITFQNRQSAASS
ATVSAAPSLAPSPTPTTRRAHHSHQQPQQRPVNNPVILARLARPNTIMKASSSELSMQSDFQHHLDQQQQHQQQQQQQQQ
PQQQLAPVPQAPRHAHNLRTNVPRKNYALLAAAVDEEPEDEDEQQEELVEEPPILQNPSPVSNASTLSEDSTDSGDEVYA
APTSRTSGRVIRVRRPSGAASSHMQNPVVAAALATAGMPAAQRKRKLAPRMPYPGMVPSTTIGDKAWSMADAAITVLRSH
GDPLTCREIWCQIERQGLYNMNGKTPAQSLNRVLHSRPDLFKVMTSESPHRFGLAN*                       
>Cowc_CAOG_07894                                                                
MDLVAEDIQPSVSNSSKNSNSSSSSSIINNNNNSSSSSSSSSSNNSRSNSGANDSDRVPSDDTPAPAAPAAEPNEQPADE
SDAAVMRVDFLQLLPRELGLLVLRLVGESDLQSLLHCACVSRQWKDLAEDNQLWRSLCVAFDRPLIWRDRAVAKLGRVEP
WRTTMRRRWQTHQRWRRGEFNLFTFPVSSNPFTISFDLDQVISGYDTGDVIVAKLPRGQALPTFKGHTMSIRSLRFVGDV
LVTGSEDNTLRIWSIASASCLHVLEAHTSMVACVRFGNDGIFCSGSWDQTVKVWNTEGQMLCNLNLEAPVNAVYLLGHSL
ATHHTELIQIYTLSSDYSSASLHSTMVGHLDEVLCLQMDEENVVSGSMDKTIRVWRRSDSSCLSTLKGHSRPISCLQFNR
DRIVSGDWNGSLRVWDFATFTPLYILIESGPSISDLQFNDSVIMLSADDAQSRVCDFSRLENEFLFL*            
>Cowc_CAOG_07966                                                                
MALRVAPKCPGCGKMAVLLVAGSTSANNFGREYYGCPSSCQGLRFIGWADRYSALSMSTGAAGAALRTTAFQTRVKSYFA
PQPGSTNAFSKSRPASNSSTSSSSSSAAATTSSSGVHTLGRFATRSSIMELPPELLCAIFAYLSVRDIQAVGQTCRRFHD
VIAYPGYLPWRKRFWRDRCSWLEESSASSRLPDRLKTAASPATKTPSPPDSPPPPPPPQILAAHPSAAADEDLPSVPKSN
LLAQGVDVSSDSEDESVVGSGARRTLRGSRGRLHHGGATTGGFSSSRSLSLSRSKNPQFPNAADVKPSGLGGAPNPRLKQ
ARIHDMFQRTATSSSLGDTPGTSSSMATTDSSMSLAAGSDLSSILDSNNSQTAAASADPLTAAACDRPNPVPGLSSAAYL
FKRERMEGSASTAPSHQLLCSLDSLKPLLSFYTTFRQHPREAYESLWAALLRPEFAVIHASLAWLARLNLIDSPRTARLK
QKLSDSSLPADAAPTNRANHEPPPQNTFHLLATALLFLAESFQTTDALLRAALPVVGYQDLSEFIYSLLVILGQEPWCVL
FDMGPLWHALRKSMYYLDALAIPDLFCTDTLAVNPTTSSSSSSSSAAPHHNHHHQQQAPPPPLSHPSHHVANRRLTSEQH
AIVACNLAPSQVMKIVAFAGTGKTSTLIAYTMARRHQRFLYLTFNNAMAAEARKVFPETTVLCKTAHSVAYERIVERGKY
SAAKLNGQNLKHSAVAEVIAPFLQPNYPPKMVSLTIDVLMRFLHSADRTIGEKHISYHVHEHHRKHSETFADFPTSLYPR
LASELWSAVRDPNDLRVTLVPDAYLKLLQLSTDQHLAFDCILVDEAQDSNPAVISLVMRQQGCAKIFVGDDYQQIYKWRG
AVNALARIEPQYTFALTRSFRFGFPVADVANSLLQVFRRESRPVLGMSKVPQVIGENVISLHEPHCVIARTNKQIFAEAA
LLAGLLPPHLKVGFVGSTGAKVGDDKFLTRLTNVARLHDGLRSEITDRKIAGFQNFESLKEHAENTDDTTLSTIIGIVEQ
FSPDVQGMVDTIRTRITPDSDKAHVVLTTVHAAKGLEFDCVRLSDDFTNLLDDNESVPDRFPNNDEDDATSDFDDNQAPP
GAHRNGPNSASASALPRKRSILHGLVTPQPKIFEEINLIYVAVTRAKRKLQLSANLASFMAHCAGGERRVLHCSSMKHLN
EPTRCFCGSTSRTFMVTPTAVAEMQGSLNRQQQQLHDDDEDVMELDHPLGAERLPGDNPLLLGGLPGAAASIPLPAGGRV
DMTTSSACLQCASTFRLAPTLARYLLEQCSP*                                                
>Cowc_CAOG_08543                                                                
MCDTAKKSASHLYLQAEARPSRSGSDVLPVTKSSSIYTLLDVQAGPLIHEKLPPEVMLLIFSHMDVVSLCRCAQVSKYWN
FLALDGSLWQNIDFFAFQKHVQDSHIEHIARRCGNFLRRLSLYGCENVYDKAIRVFARHCHNIEDLNLSQCTALTDFTVQ
AISVECHAIKRLSLANCTQITDLMFPFLARGCPELEELDVSWCSMMGRFGLKLYATDTGSQFGAHFTTRLRFLRLKGCSR
ITDAGLDVLAAACPELRGIDLTACICVGDVGIRSLARHCPKLERLCISHCPLISNAALKCLGEACPDLLSLECAGCVRVT
DAGVEAIAKHCPRLECLDLEDCIRLTDQSLRDIGRHNRRLARIILSNCDLLTDDGIRLLANGCPYLDTVELDNCSLLTDT
ALDHLRVCKWLSSVQIYDCRLVSREGVQAFLKHLKEDRERTVFDLLYHQSEEHQAEVLEILLSRQRKTSLCRSFSTTPPA
SPLGRVRVHSFLLPLPGAAATDHDNNNENQQRADRQANHAQHEGFHVGARAAHVIMLARAFLRRPRSTSATATAATTLAN
AVPLTVAGPGARGPAAGAAEEAGVIVAPPQTPPPAWRSTRMLEEMDEMDAFASIDHRNGCNIL*                
>Mvib_comp3837_c0_seq1_fr4                                                      
VEGEAERGEGEREGNWLYESLKNDQSLSLRRARDQWSKHISVLPVEILQKILDHVAGGRIDAGSLDECAAVCRYFYVLAR
DPLLWRQVCARTWPHDKDTLARTILPNGFSGWRRAFYLRPRVLFHGVYVSRVSYVREGEKGMTLYYNPVHTITYHRLFRF



ARDGSVWEVSTADDIRSVVARLCRAPRRTVPLSSIHSGAVQSHHSQPHGITSSLVEHGRFEYDTADPSLVHISLSRPKGP
VHMSLRLAHTPSTPHHRRNHKLNWHSYVQRNNANNIVTAFDLTHQFSTLSFSPCKSLM*IKCSIIIINWVLLCVMRQS  
>Mvib_comp6328_c1_seq1_fr4                                                      
PPPLFLPRPRLFPAPAAASDYGIMRLPDELVILVLYQLLSIPPQSTAVRSLCAFAATSRRFRRLANDSFLWQHALERASF
QHLIERTPDTSARAQYECAAVRDRLLRRSPRPPRNPPLRLFGPPLLHHDFRSPRNPPLRLFGPPLLHHGLRPALPPAFVP
APDLHGFVEDPDESEANTMDRSRRILFRE*AIVL*CCILFSSP                                     
>Mvib_comp12067_c0_seq1_fr4                                                     
MSSPMETVPMDEDHVDQWITCFHEWDKARQEEAMNQFVLSCSHFQLRSLNAKVTPLLQRDFVSGLPHEIAIHILGFLDGP
SLARASQVCRNWRQLAFDGSLWRVLCKRHNYTPETFLRIRSTKVPEPPYPRDLFHWRDVYIANRELELNWEAGRVTEKQT
IAAHDTGSVITCLELYSDYIISGSDDNTVSVWDARTGELKHRLRGHTGGVWSCERAGNKIVTGATDRTLRVWDIDLGLCL
HELKGHSSTVRCVHVEGNTIVSGSRDSTLRVWNMQTGACLHVLRGHQAAVRCVCLRNSLVVSASYDTTLKVWDVNTGKVN
HSLEGHSKRIYSMQFDGETAVSGSLDTEIWVWDVVKGRAKFVLRGHHSLVGVLRLHGNLLVSGNADSTIKLWNIETGALV
HTFQGHRAAVTCIYSDDHRIVSGSDDGTIKVWDIATGHFLHDLLSVNRSGVIWRLTFNKLQLAAAVRSSVPLNRSIDDVA
PDQTQIRLFNFCSLRRKSDVE**LTLRMHTHPITLSPIFLDHFAFSLLFFVL*INKLNKNTVCFAV              
>Mvib_comp15297_c0_seq1_fr4                                                     
IHRSSSRRTLSVGTRAMDVEPDDGPERMKVFEEDTRLAANPILSAAPASALANAAAAAHAQPPAAYADLWSWFERLDIDA
QHSILQNLASRAETPLLVVSATQLRYPARQVDFLAELPVELALHVVSMLGSDIVTLCRCSCVSRTWRRLANDVLIWQRLC
VLRGWVAPLERLSLATLRGNLAVARAAHEREQLQHLDRQLLYAQEHHMHRGNSVTSTSATAAAGSATANAAASAAGSDLM
SVVSSPAAPMRSTVEQAYEEAWWGTTTRSGMEHQPLRAAQRALAELDWKDRFRRCYVEERRLLHNWLAGVHRHHRVATVH
ADEITCVSCVDSRLLTGSADGTLKVWDLDRNVCVGTLVGHRDGLTAVSFNDRWIVTASMDHTMRVYDATTGDMARVLGGH
RKEVQSVVLCDALVVSGSWDNTMRLWNVNTGECLHVLAGHTGSVYCVCVDTERQRIISGSGDRTIRIWSLGTGECLRVIE
QAHRDTIACMALVQGSERPAMLVTGSFDNSLALWNLATGARVHALVGHAGEVWCVQVSSSHTHVLSGSMDATMRMWDVQT
GLCVQSFYVGAAVVAMHVDHAKAILGCDDASLSIYDFSIVID*HE*YMIVHK*CNYNCHLFF                  
>Mvib_comp15449_c0_seq1_fr4                                                     
QLSTCPGMSRSFLKAIRHVADAVSAPIEVDLRDSGFEEEFENEDPIPELRGRKHADFITILPDTIAVYILSMLDVNSLQR
CLLVSKSWCRRATENRLWRAQLHANARFLFASGKIPPSLRMNHSVISSFNWALRERRRIDANWDNSRFQLRSYLGHSEIG
VYALDSYDGTLFSGGTDGVVRVWNMRTRRCLHTLELPEFVRTRGHNGVTLAPMCVRSLRVDPIRCRLFAVFSVPAAVSYS
GPPSLLCEWDITDLIEAGIASSVPSDAGTPHAPFKPHRAIQYSTFAFVFAVPHSAAVVSCDIDTVNDRVIVGCRDSTLYI
YEHWSKPAWRRLMATLHGHLGPITAVRVHGDSFFSASSDGAVGQWDCDTLRLARIYTSKAGQYRSIYSIAVSDSHVVAGC
HGEVRVWKRVNLDRGAHLQDAEDDSVLTEKDMERPMQLIKFESAYPNVPQSWRVRTIAIDGQRIVAGLGDGFFRLVRIDR
PGFCQALGQGRCSQLSAMYLDKDRIVSGSLNLTDVQEWTFASLTATSAQSLDQWLKKPERATIAAAVSAVAATASTVTVT
FPHLEEESLDEPLTTSSAPCVAKGSAQPTISSKDDDDVGIESDDDSDWVETTV*SPLPFYFCGDCTEGPNSANTHILYPY
HLTVREKQTKREKKKEKVKRFLFETYT*                                                    
>Mvib_comp11469_c0_seq1_fr5                                                     
ILNIKMEYAKENRLSSNSTDSNSSEIALLETPRLLSRRQSSRSKTSMISWPTGTRRLSTLSSIDHMPVEILVHIFQFLSY
TDRAECAKVSRLWYHVAMDGILWQQFCVSQFQRNIDSSVIESVSSRASTFLQVVNLEGCRHVVDGDIVSLTHVCRRIRRL
SVRGCHLLTRTALEAVTLHCPQLTHLSFAKCHRLTDCVPSIALGCPLLQSVDFSFCPKVSSSLIENVVCSPDHEQTTPST
TFSQLHTLKVSHCQRISDRALTALGQHCPLLHTLNLQMCRRVTDTGLSALFPLISTLRIVNLSHLKRITNQSVAHLIQQS
PRLRSLRLSNCALLSDSLFSLLHSSFPRLSHPSLSFLSLSDYPSLSDRSIALFPQLFPSLRSLALSSCDSLSDSALSALI
ASPQLNSQWHTLSLDGCINLSDSSLSVISQHANNLKKLDIFDCRLISQSAVDLLKRNFGSKLKLRSFVIPLPERVNHDPN
PNQNGPNRNLVRHCTIL**T*SGKSVE*E**QSSRRTSKRHL*                                     
>Mvib_comp11728_c1_seq1_fr5                                                     
F*KQLLEFYSLSFPHHYTLIILIIIIIIHH*ICLVCMCTLVTTQPTSNWLPDELLVKIFSQLQFEELLVVAQVCRQWSCV
ASDKLLWRKFFPPATLVDEDHIQHVLNVAKTGVILRKMVRASQWLERSSRCHCRMVEHRKKSPCVCGLSGIAPFAYTRRQ
PAAYHSLIGSARRMCRCAERVFLSDHPGPSDSLS                                              
>Mvib_comp11728_c1_seq2_fr5                                                     
F*KQLLEFYSLSFPHHYTLIILIIIIIIHH*ICLVCMCTLVTTQPTSNWLPDELLVKIFSQLQFEELLVVAQVCRQWSCV
ASDKVCCSCHL*VNKLDTQPSFA                                                         
>Mvib_comp11879_c1_seq1_fr5                                                     
FLLYSEETSARVVMATMEKGRRRKESRSRENIPAPVLKRHRHKDKLIVPPSHENYTVRLHDDVLLMIFQLLDVSERLCAS
SVCRRWHSLVASHAAWHTLALSRFPAALVRGTPVSLPPIIRPHVACVRKIVVRSKGVAVRANVEENCKVWLARTFPNLHT
LHMDVATSRLHISAQWRCPPTAP                                                         
>Mvib_comp12951_c1_seq1_fr5                                                     
DPLVRVAFIARLPTNLAKRILSFCDARGLAAAAQVSRRWNALADDDSLWHRMCAQHINKKCTKCGWGLPLVLTDDPTSFG
GACGSEETRKKRRWKDVYAERLRIETNWRRGNNKIRRYVGHEQGVTCVQFDDKKIVSGSNDNTIRVWNLCSRECLLTLTG
HLESVRCLQFDNVKIISGSMDATMKIWDINSGECVRTIEGHESGVTTLQFDHEKLVSGSTDCTIRVWTFTDGQVKLLRGH
SDFITAVRIHNAHVLSASDDHTMRLWDCERVVCLRVFQGHMAEVCAVQLSHNTIVSAGMDNTIKVWNMDTGVCRKTLFGH
TAGVRGVQFDSLRVVSCSDDLTIKVWDLDSGACLHSLSHVTPVS                                    
>Mvib_comp14114_c0_seq1_fr5                                                     
LALLNPLENRLKQPRTLISPFHVSIHFTHDVRHSPGHCIGDGGASTRGARPNTKSIGVLLFVLLLLRLHDSLLLASLLVD
FLLDSVGPLQHGLGCHQVLGSLCKQTAHETPHSGDPLAIVSVQDDVIWAIFSHCDYRSLCAVAMTCRRLNRLSSQNHVWR
ARLDPDKFSGAEYGGCPQCFAAAQHTASLKERFRLLVTPCDQMDPRAGALSCNRPKLSSRFLSLFQSLSNRPLRLVLTGP



GLCQGASGFVRQLLWAHTSPFRTTGMTPGASGVGAGITCEFRSTVKLTVVTVYPASREVRQRLVAGHHAPSVDVATEERV
LGTADMVFFVVDATRDSHVTQRLEQAREAVSRLAFIGPLRPGVPLVVMSASARNTPTLAPAPLARALALHATPAHTARPR
SNALPALPPPRRPWSIFPVDVNTLDGASRATDWAVRMRRRALL*SAFFSFLFGT*HIKL                     
>Mvib_comp187005_c0_seq1_fr5                                                    
KTSLAVPHIRTNAGVKQAGARASLLSRIVVYHMSRLTSLPEELILKILLYNGFQEIRELSTTCRLLRRIAHDSSIWSRLL
HQLLAHAYAKLPPHCTEADDAVALDTTQWLRQTRPDASSQDLYSALHRCVSLLGVWRTESSAPRGTCVYIA         
>Mvib_comp5180_c1_seq1_fr6                                                      
QTPTRMSAKRPSQSAAASTGSELRGKNALSVVDEANPPAVLRHEGERARDAVDRRQSPATVSAASQAELLDAGFDAGAVT
EWDCAESNEAELDAEDDAETTPRLLSRSVSLSAAQSLAMLPPPVRRVLSHSDSRGTADQTRPGRLMFFPDELLVRIFTFL
TKAQLEKCAGVCRRWRHVAYDETLWRPPDIQ                                                 
>Mvib_comp8257_c0_seq1_fr6                                                      
NTLPLEIKHAIIALCDPESTWALSLVSREWRFAVCGDGFRTLSNTLYQRDSVRALEVLLRMSTRESAWHTVGQVPMAKAS
WILRQAGHIGAFRVVELILRSSTHPLLLDYMNALVRASRVGRVD                                    
>Mvib_comp10664_c0_seq1_fr6                                                     
QLFCILIDQTKKNNRSLLFRISYHIA*YKYLLPVVSECRLYFFLCLNLLSFVWRDDAQNLSWELTSPSHTMSDQLFARFR
NLSVKSASQDARGSNGTGEAAVASASAPSGHSRSGGHVTDDDKDDDSPHADWTRRRRPPATVSSGASPSTSSAATTTTVS
ARKDEGLDIFDEQFDSWSREEQTAFVISLVTRLDYDQLVSINAKVEPLLHRDFVTQLPDELVLKIFSFCDRDTLVISAQV
CRDWHRILQDNAAWRLLYQRERDWPQPVALPTFARPIVPMPPELRRPLAWKRLYVNQYLQRRETLANWRTGNYHVTSTIQ
CRSLGIYTVQYNDEIIASGHRDHIIRIWSRSQARAGAPNPLVRQLEGHSGSVLSLQFRGDLIVSGSSDNSICIWNMKTGR
LLSTLQGHTHPVLHLNMDDETIVSCSKDTTVRVWRIRRSPETNEVIGARQVSCFMGHRAAVNAVEFQGSTIVSASGDRTL
KVWDMNAEPDTACLRTLSGHTRGIACVHYQGDHVVSGSSDRLIKMWRVSTGECLLTLAGHTDLVRCIRFNEQYIVSGSYD
RSIRVWDRQSGKPLYTMEGHEHRVLRVQFDQSQICSCSQDDRIVVWSFAPEAQSLSRFFPPSELPSPLSTTV*HNINSLR
>Mvib_comp12637_c0_seq1_fr6                                                     
QIGLPDRAVGTIFGYLDVSTLIEAARVCQCWRRVAGDEEIWRAVLVRSGAASLISEDHAEAAGGWGRLAF          
>Mvib_comp14053_c6_seq1_fr6                                                     
AGEMMSLFDRLSDDIVLCILRFLEGMDVAQFSQVSRRFHVICSTPNLWRQLCLRDFRQLTPHTQPILALCDTQHPSLVYA
>Mvib_comp14114_c0_seq2_fr6                                                     
LRSSTHSKIV*SNHAHLFRHSMSPSISPMTSDIHLAIASATAARALVERDRIQKASASCSSSSSSSASTTPCSLHPCSST
SSSTLSVRCNMALGAIKFLDLCDDVIWAIFSHCDYRSLCAVAMTCRRLNRLSSQNHVWRARLDPDKFSGAEYGGCPQCFA
AAQHTASLKERFRLLVTPCDQMDPRAGALSCNRPKLSSRFLSLFQSLSNRPLRLVLTGPGLCQGASGFVRQLLWAHTSPF
RTTGMTPGASGVGAGITCEFRSTVKLTVVTVYPASREVRQRLVAGHHAPSVDVATEERVLGTADMVFFVVDATRDSHVTQ
RLEQAREAVSRLAFIGPLRPGVPLVVMSASARNTPTLAPAPLARALALHATPAHTARPRSNALPALPPPRRPWSIFPVDV
NTLDGASRATDWAVRMRRRALL*SAFFSFLFGT*HIKL                                          
>Mvib_comp268927_c0_seq1_fr6                                                    
PFSLSLMGQGLPDELIVKIFEYLPLSSLIVAGRVCRQWRYCALDFFRAPNVVVEGEDATDSVVRFLLQPHMSINTLTLEA
PFALTPFAFCDISHTQLKGLRILHSQLLPGCL                                                
>Sarc_SARC_02336                                                                
MEADSAMRFVDLPFDLIQRICRRLGPVDVCELSLTCKAFRFVSQTKEVWYGMARAHLMQNDRRLSEGVDASVHENETGVQ
YYNRLHRESRIQYANELTVTWADDP*                                                      
>Sarc_SARC_02607                                                                
MRTSSIGTYDPFSASVLNRLHSHDSLSDLTLVRANSDISSSNSTEDCSARRQHAHTHTHTSTQASHTHTHTQPSFRQSNA
AERSRSSGEMVKGNDDTIGPSDVERRKWHMVQRTLSRLLSRTSRVSRNKRSNTRMVTEMSLSRAGTDRHLLNLPPELLAK
ILCCTDAQTILTCSTVCKALRRTCLGLWQADTVFVATGRRFEAWAGTIRHLDVQIKAPSGMTMLSKMYQLQSLHCSNLTT
LLPLDSLRCLTRLDLSDSCSIVEVDALAQLPQMKELKLRGLCFMRTIAALSALVNLELLDLGHCHSLGDVDAISKLPNLK
RLSLRNCLALEAIPHIAMPPLVYLDLQGCTRIMDLDPLVDCKDTLQTLVISQLQVTRTEAMVHLCALEVLEMNGCSMISD
MQDIAKVETLRRLSCKSSKLWDIAPLANLRALTHLDLSSSTYILDISTIHHLTNLEYLNLSGNRHAVTDIGALSSLTKLR
TLYMTMCKVDDIRPVRQMVLLESLSLVAFCMQVADLAPLSGLQNLRRLDLDFCRGIKDLSPIQNLPKLESLSTEGLGPGL
IRDAFGPQRPNSGSWGARAWAKLFPAA*                                                    
>Sarc_SARC_02959                                                                
IRASESPNTASNTRRDTDLSSSLDISIDATLLNGSGVLACTKTASHAISDKPSEDSEETMNCKGETFAMNALPKELSYKI
MSYLAPEDLASSSRVCKSWRQISGSNLLWRPHLNGLARDRALDFSRHSCLQDVYNTVRNYEKRLKAKEENLKRYKQEQDM
STRQYTPHWNNYEHSANVSINQGNSWAKLQEKFAQLSPRSVVQERENLITPADLVSAGLVSGPSSSNRSHLPGTGNNTST
SDDTTLNINNTSILPATIHVSPTQQTRRGKPLGELTNGMISHSMPRDATAPYRVNANANVAGLSIAASLFAADRAERTPF
NANANNRSINASSTNYSRINTSHMRNRSTSASGINSSRWNDSSIDNGSVSALYNSSGHGNTSRLDTEAHSRSYHASTADS
ALGMSGFMDSSSLSLNDSGYVLPSQKESSIASRKVRYLGAAPLCGRQEQEPLMAPSPDKLKKQLTTVQIGSKKSKRQLKR
L*                                                                              
>Sarc_SARC_02960                                                                
MGDNMDADAQTATDMNTNNHSDVYEKSDRRSEEHEAHRTRDAEQGYAQLPQEVLIAIFQYLDPVGLVRASHVCSTWRQHA
CSEEMWRRIAHARGYNLKQGCSGACPRSDVNTKPVSRRPFEGACECTSWRRVGITCTLGFLNSPIQVVIVATANDIHRAA
CAASVVENMATLNGFDKLPATTPEEFIERGRSEDKSPLLVVYVIYLSDGAASTTAFQKLINMVESELEGADGSPTLFQGQ
HYGVYIKHRESPSIEADVSRLKNALRLCGATCMSSHTDSDHDDLSERTDCRLVGTDFRSWNRKLWRLCEKKRGWPTRRKQ
LNMNKTIRSADELWSFRAQRLALINRFKTRAHRRNQKRKFLDVDVYSVSSTIIVMVLCYFVQTRYYANSV*         



>Sarc_SARC_03016                                                                
MTTFEIAGVSIPTELLVRIFSELDRDTLRACKLVCKYFNIVANDPFLYTRLPLALTASEVLCDRTRSDYVMSRLSRYPYL
EEFYLPSGLDSGEGLEALLRLAPKLSRVNLRYIDADRWKGKEIKHFLESLVEVLPIRKISVPVSMDAYTFLHVIDVFHTE
SFIPSTIQSESLRELYAADTPSTAQLLQGCPNIQKLILAYARLEEPLYSDSLRTLEVSEVHVKDAILNCSVLTSLSVDFV
DNWGNLATKNLKSLTLHDDGDYDPPIDLEDLPKLQHLSVNFITQPLASEQLVSLTLRQRGVSEGLMGTPNLKTLSLQTSI
PTSIPAGLHTLVLDNLSFFPPEPSFFDTELPNRLHRLTTLHYRDTVRTVIASPALEILRVNRFFTHHELVATVRACPCLR
KIYLLHGRPWERESNTMEAKNRQWGDFAVLEELPSVFIPLDLSRTQGPVFSDLLLAGKVSYFG*                
>Sarc_SARC_03756                                                                
MPTLSKVPPILSKEQKDFMTWFEALDDDQQKQVFSGLISSVSRKPEVISSIARGIAPFDKRDFMAALPKKLAMHILSYCD
ARSLCCSALVSKQWKSLADDDSLWHRMCSQHINKKCKRCGWGLPLEAETEMNFEDLENGEEVPIVQSNGCGNGDSNSHPA
DSKKRLFGGEMAGCFNNASTESDSERQTKRLKRDRSWKEVYAERMIVEKNWRKGQFRAAKLSAHTDSVLCLEFVRTRIVS
AGLDKTIRVWDANTRECIKTMEVENTAKCLQFDKKKVIAGCVDGGIRILCLCTGACVRKIDAHRGQVNTLQFDDLNLVSG
GSDSIVQVWSFVTGRCTQLKGHTDAVTCVRLHSGKVLSGSEDRTLKLWDLQTMICQTTFTGHKDTITCAQLSHNIVVSGS
LDNTIKIWDTKTGECLNTLFSHTIGVNCLQFDSLRIVSGSEDGTIKVWDRQTGHCMYTLQGHDQSVNTLQFNDSMIVSGS
DDNNIKIFDFSAEPLRISGF*                                                           
>Sarc_SARC_04830                                                                
MDHFEILPAELIQNILRYLPGRDLLRVSCVSRNFRSVINYAELFRDLCQRTSRDDTGEWTIECRRRPPRLRLGKQHGKEF
CSSPSAESDVNWKQIWTDLVNLQSKHRDYVYPLIDRGVYASTTDREDQILANTLHNGSSFWSSIGTTTTTPPECVAYKLV
QPVCVVTAVEIFPFKAVSHHGLPTYGPQRVRISVGFSEHAWHYVSDIMVCGNISEAQVFNIAPDIVVGSHIKIELLGRRS
IQPADGLYYIVLKQVKAYGIPLGVLDMPVLAELLLKEATSFGCNVLQDKAPEIALQQLESGFSDSLEARTEGKAMLVRFA
AIFKRGDYINAAQYTGRSSAGPLLRDMVEYFEILEAEAGDPTHLQYYRSLSETGIRLNENESLALVRESNRTRDYRLLSQ
YTSQDDVRVTQNISCTERMGDLIVESARSERDGPVRKEMYLAAMRVYYHATTWDKMIDMLLELCYFGVIMNFPNGIQYQF
NWPSMLAQVVERHNSRALGLQFAGIIVQHRRVGDEVHRTLGMQLSVKRRPHESWGKAIVRECVETRSAANDVIESLFKN*
>Sarc_SARC_05715                                                                
MSYNITTRTRETVYDEKAADMAMAQLEALDCGTLLSMLARMHKLVAEKTRHHLRRCGAALPIYAAGKQIPSEVMVKVFDW
LDYDSVREYRLVSRSFYAVLCDQRLWTEIPDVAYGTGGRLDRATVDLSKTIEVARHYPRLQKWYIPRELDFHAASSDVLD
ANDPTVDPYAPHPVLGGGVRDSTGGPSVLDPSHGR*                                            
>Sarc_SARC_07564                                                                
MFDILSLPQDLQERVVQTLCVDDHQQLALSCKTLKAISDSVLVESAVIFNTILRLPVEQRFDAISVDDYLEMITKVKLHR
QHPLVSYVERLNSRRGVGGVWIFLTKFNSREVRIQFMQIICALGYKDILKRMIRTNYLPSTSSFDVALLLACRYGHISVV
QTLLNECEVDPAMQCNLPIRYASLKGSLDVVAVLLADKRVNPADDNNNAIRWSCEKGHTNVVKMLLEDQRVDPAAADDDA
VRMSAEHGRSDIVEILSKDSRVKPASLQNYAIRMACANGHVNVVEFLLRLSKEPIEGRALAIALKEGETELVELLLAHAD
IDPSDRNNSALRLAAKSGHHDVVHLLLTDRRVRAIAGGEL*                                       
>Sarc_SARC_07761                                                                
MCIHYIPVQASLALLPDELLLQMFRRMGCEALTVCATVSVRWNRLSSDDTVWRPRLSKDVPELAIAGTVLDLEYEVHILV
PQPIHLWKALYAVLYKRKR                                                             
>Sarc_SARC_07867                                                                
MDRNPYVFGVVLDYLRTGKLLIPPVVSSEQVELELKHWKLHNNLANSLPTDVLERIFSFLPYEHRILELTRVCKKWRRIV
LLEKPEVLVTYTTGSDTDEKKGKVGEESNSKAVLAVTSGLPPAKKPNLLNIDPPQVATKGIRVAVNGNEDQLIAFCRTEH
MKKVLAAFWKSLGFTFNAHITAMTGATHHLVNVHLRNSDNEESFFKPLGELQGLQVLNLSNCPNITPRFLSALASAGTLR
SLDIEGCPHLNGDADVVAEFEYLERLPMLESFAWRDGRQDSQSTSAFFHALRTCVSLKRLYVEAPLNLDTEDNCFELMCK
NLTNLEDVEFDTEEFDPAVEILGALQQLKNLKRLQCDIFMENNATLENALLTALSNLPKLERFGTIHCGSRRFWDHFPTL
PNLKSVSTYTYQPRKNLLQAIVNTISCRLKSLEVFRIVLENCHKVEEEEQKICMKALVQELTPLQSLKQIDVTGYHITSD
LTEHPREQVRQALVKALPKTTISALGSCTDRVHPDEFW*                                         
>Sarc_SARC_08235                                                                
MSVNRPMGGPTIDICYSSTIPLSGVLLPTELVLKVLSELNLDTLLQCKLVSRAFYGVASDPTLCKRLHLLQRMYIRRKSN
EQLFAFAARFPMLEEWDFRFHKSMDVNKDLVEGLCDILPGLKHIQIAPQLSCMSQRLYELVTFYYPNITELTIHATSTVY
PSSASLSSLVSLNVMSRALPCISSPSLKRLQAGILESGAVQSLITGCPKLLDLRLHKQDLDEELLSVCLTRLQVNTVVHT
RALVSCPSLRRFDAARIAEGVGSSTVTEVNTAIRDMRCDLLKQGFPQCRRLVNISDKVLRTARIPPGFRSDHLEVLLNIA
ELPQECFLPNLRVLEIAMPEDSTFCFRFPHLTRLTVGLFKDKRSLVKTVEGCPFLTQIRFLNKRGMPWRVGIAGSADDKW
HELAQLGLRTDVEFKLG*                                                              
>Sarc_SARC_08389                                                                
MTNPNRGANVSESESAVDKDTSYKDSSGLIAVRASDGADKHDNSSTTTQKHCPEVGYSQGEGEAVDSAAANSVCESGHSG
RLYRHSTNTHRQHSQTQTYTHTHRNVPDINLQIPTRGHRRTYSTPVYSLSPALKYRTLPSHGNEFNTGAHGERLNGEART
RVGQTDYRADSTSPLSSEMSDTQTDTQLSAGFHSPVQSRTHTRTLRHTQSHNSQLTKPLTPTQPQPRAHTPNRCSGNCRR
DSLAPSAHGHCVCAPTVVGGHSLDTKRQQRKMSSINNNYGTNSGTGPSPVGLGSGRPARGRPTTHITGASPGTPGSVVGR
TGNAYQSRSDSGHRRHSMTTTLQETRFSMLKWHSPQTGAQALNFKGRRVSDANSAGLGVAPAGSSSESDAQPYLELAREL
VRLDLFAGTSSEFLSVLADNFVPKTYRRGDQIVMFGETGVTMFYLFQGTVDVMSGDREVSYTRLSDGAIFGEIALLLSVP
RTATIIAVEKCICFVLNKEKLNAILKDYPEEAKKIREVGARRYALYQSQNSSTEKQATRRNTDPSVAAREWGGSRRTVGA
MEHGAADKPEAILKLGLSPNANKYSDSEGEGSVISQVNVLHDLSMLHAHHPHSMNDIYYRSSNSSLSEKTSRGLGNTLDV
QLGSTNDPRKIASASVERSQVYMTSPAPIANRANSTGPTGHFSCESSREEKERGDAHTELATHPYISTGAGASTDTGAGA
STDTGAGAYTDTGASTDTGASTDTGAGASTYTGAVTGSSTPAYKEPVRATVITRRRHNTQDENLMRLASVPVFKRSGNVS



PNSSPVRKPCKSESLDTYNLSTTMSRSESSPSGTMFDSEMTSSGVLVGAGDALGRTSVGHHRSSSRSSVSMLKRHSSSDP
FKRSTSEINLKSMSATDTTGTHPSSASSRYNPNTNFEWGEPGDGSSVQKYDRDGTNLYVDENSGMGVNSGGSSPINFRSP
LARAHRARDFNRIESHSEDRSRNIEGQGRGSVEWMRRPLESVGRTNSDSQVSEARGIRTGLESGMAAMKVPDNDEAITTT
AGANGEANVEVVAQLESVPAQSTSQEHSQMHTDNPGQTPHASRMDIDTDAETGTGEHKRNGIGESSSGDSGATDKASGGR
GPGADGGHRLSIDESDCGEKQDSAKEIRAASPSGELESASESGSGAQGQGIRKRTDRAGAVDSGENIGTNSGTNSVTLSE
DDSRSGSDAEGLPMGYNGDFDIGEGRRRDRRMSMGPDKVIVPEEAANTSISSGIVFHKTPVDRIRSAAIRKRSPSIAVFS
SEMQEQLRNMDFSASSSHAPSNLSSENSTVNAHMDTPIMDSEFMAKVLSYLSVGDRYKCMAVCHKWKDIAQSDVVWYNSS
FAEQNRLVNDDVLVQVMASYGEMVCNLSLKNCWAVSDEGLEAVALKANLNEISLFSCWEVSSAGLQMLGEHCKNIQHINL
NNCRKITDVGMMHLTNNCIGLRSIQLSYCKNLTEVTLNYILARCRKLQHLNIHRCSSISNEGMNLFRQHPAHQLLILNLS
DCFDIDDDALEDIISGCDILEDITLSFCSQLTTDAMSTLSRCSTIKRMDLSSCGNAVNDTGVKKLVEGDIVQSLTFLNLR
NCYGLTGAGLRCLDEKCPKLEYVNITNLKKITVEDIQACTNIKKIENVAPLDLTRAGSPLAPRKGLQAGNNRPDAALGPT
LNIPRRTFGPA*                                                                    
>Sarc_SARC_08575                                                                
MKYGHVPSTLELPNKPLITAIVSYLEVSEVNALSQTCTVLRRITRDPDIRARAIVNSVGAYLSQEDEEEATTTATISYSG
MITRTVLQAYTWGGFEMTTDILSQIHGADAYCVGLVTACEKGWIDVVRWLLPYVVGYNKPYAESNVFYLHSALEVPLWDT
TGI*                                                                            
>Sarc_SARC_09227                                                                
MGRPTRSTHTAVKLVLCTVELPSDILLRIFYFLPQTSLFTIAQVCKRWHNLTMSHDLWTQIDQNVLNRWYALKRHRTIED
FYTFLEHPRFARLEHLAFPRDLKFGEFPLYGILPNGELTSDTLSEKIVGTTFADYQTHNTKALVERLASQCKYIETLNLC
NSRFGVGDMWNFIHLPNLSRIVAPFISKISSGPTADIVSHLGNQLTDLRFAYDPKISGHAGTVLLRLVAEHCPNLRVLCI
ALKQEFRNLYHKVPPGRYSPISDELLEVVNQCTLLRRLCLIGVETSDKLLAHIYARRCVNELLHLERLDVGLREMHNMAR
DVHKGLTDMGLLVTHTEYASVDASVFFGRNAETQN*                                            
>Sarc_SARC_09384                                                                
MRGPRAVRIRREMDENRVLFALLNKCLTDAGLEVGGNDGVGEEQPNTHLSIVLAQVRQREYAPYATETSTCVINKSRDDM
DGEVGRNNSAIKLQPASHEMKLEWNSRWEQSKGVLGAKYKRLIDGRECTVRVRCIAVGRHLAIHCEGSLPLDEETSASCA
SEPQTSDVAERVSIVHSTRIMATKYVKRIEVDENGTRITGRCADLPGLWLDIRNSIVFRLLSFFKQHVQGIDRCSLAGLM
PELQLRIFSMVPARDMCALSQTCRAFRVLATHDDLWRRLLKIHFSAHVPIEMDSPHEPGKYKKTFARLYAQDTRSRRELH
DAFRPFSFLVDRPMYMTGYFPELLGNQPLSLFEPGEPSWSIGDRVPGMGHRISPSSFLSPMTPHTYSSYYGSLI*     
>Sarc_SARC_10013                                                                
MKHGTHHRPSGLQLQPLYTLTHRLDWKGKKKYKVAHDHGTLGTVKCTCHHIKDISIPTRITMNGVSVPFGLVSLIFEHLN
AKTLAECKLVCRAFRYLASDPFLYTELPGWCTPALDPDTNTQVWRLKNVPFPVVLDFVVPFRRLYKWHFSPNIEYSLQNM
ETLALCIPRLQYIDASLMADWSDWQIRLLSELWVDLKFLRISRWLQIDVSNLVDLEVASSTTEGGTNFDLKSLTLQRLRL
PHVENVLQLLLDCPNLQDLTLYHSDLDQYLTSDSLRKLSVYKILVPDALLRCPRLNFLSLYDMGSTESMANSSTVTVLNV
RGGGFFSSTVLDKFKNVTSLVFGCLGCGNEEGSLVEGFASKTLLRLEIMGELPQVCHLPNLTHLTSRKYMLPPVAFPALQ
TLSVPDFLNQSSVEETVRQCPKLERIYLQANPFDLGLESSVPLDREWQKLANCNINKNVKFVVDGWRRGSMPPAFDQLFR
EGRAGYNSNETR*                                                                   
>Sarc_SARC_10031                                                                
MPTILSVSGDVQEAIILHLSISDTGALADTCTLLKQQVLTITNTSWQRIERNSLRRIIRMIEDSDSGGNYKKRKHTVVIH
DELSALLLRVVNTTGVKSALALVQSHPSPRFVQSIFSVAVSYGLSELILSMIISEAIDFRTPYRMLYKHASISVLADVWA
SVLFWDTLVSNINSTEEYTRDTTEDIDVSLAVPQIFILGCTPRLLSHSPQTDINCNEPTNPHDIGTMYGLQQCHEQTLRD
VSAKTANWYTNQLPKFNLDGTMVSEHMLKSVSSALTTNESFLVAWEYGGEDAAYLLVMRVRTIPDDCELHFKYTCKLARH
CAMLQRIVRGLVELGQT*                                                              
>Sarc_SARC_10320                                                                
MSSSGDLLPPEILLRVFQWLPQVDLLQMSLVCQQWHIVAMDSTLWTHITWETELACRWMMVTLPHYQALLKRPQFCAMRK
LKPPSRKGTCITLNIVRDLSESCPHIQTLDLSCWDAYATELHHFADIRSLRGVWFGSIKSESHAHLKLCEAMGTSMIDLR
VRSISWHDTDALLKLLQKVSTSCVNVKILYAHVPLYNGLCGQVVAVLKRFTHLQVLSLCWREGTDSTHWQDIYEEIVQGC
ENNAFRELRTIVFTQRDYARLRKPLKRKLRKLGLLEVRNDPGTYPHLFPDAVLDYSQLSSN*                  
>Sarc_SARC_10378                                                                
MSSKHYCNRCVSPLTRIEGLKYKRRCSPLLSGGRVGFKRQCRCRAVLNARHRGIQATTYCAEQARLPSSQISSYRSVAAS
DTKESVVLPDELLLKILSKLRFHTLIECKYVSIIFNTIASDSSLYKRLPYKVWNDSLSNLSIEKVLQILKLYPKLEAWTF
SSHHQPTGSTLKELSHTLPNLKRIDVTDVEEYQHLDLLGCWPKLESVIAPEYFSNDLTHLKVLEIVEGRNDLPAIKSNSL
ERICAGQTTCVQKLLDGCPGLRYLRLHWQILNQELHSTTLQNLAVFCIESPTALNDCTNLERLEVTEINETNMASSTAHT
LRIWNGNVPCFLLDKFPSVTNLECNYPISTLSEGFASGNLLRLELAEKLPRMYSLPNVSEMILQRVPVTTGIRLAGLRTL
NIRCFADKAVLVSTLLQCPLLKTVHLQCTVPWLDSGDIRASSSESVWKEFSRLDFRSVCMVVGDELRGTMPPSFDELLSE
HRAGFATPSENLMFS*                                                                
>Sarc_SARC_11275                                                                
MESKLPSSCVILDKSTKSPVLPGWISSIKDRKYVLKLRNNRDYKISARSPRRSHTTGDVDHKNQALLIEALPNEIVLKIC
AELRFHTLVECKSVSRAFYTAACDPSLYTKLPYKIWDEALKRLSFPEAIDIARSYPQLETWNFISGHEITESSLASLARA
VPNLKRIDITEVDSGQDLQLPKYWPRLEKLVALELPAYDLSCLVELELLGGHKILPAIASKSLLKLSAGRTSCVQDLLDN
CPNMRNLKLHWQSIEEKLSSPTLKQLAVFCVQARDALHGCTTLQELEVTQVSSTMFSRSAKLLRIWTGNAPCFLLDSFPE
VTTLECNGRFSTIDEGFASCQLQKLEIAGSLPNSYGLPNVTNLVQNKTSLRCTRLSALKKLHMTKFVDKQALIDTLLQCP
DLHTIHLQCAVPWSDGTDGHGTSVNRVWTDFLESGFGDMVRVTVGDELRGAMPPSFEKLLREHKVGYLTSSDCSMYA*  



>Sarc_SARC_11634                                                                
MECMHINNDKKPILIGTIGMHNEDLIRLCGKIIPRDPMLLILSYLPPKNLLQIARTCKALHTLALDWSLWQRLPDYLYRY
YFKHKGLLMFCAMDVVCSVLKQPSCSHLVEFRMPVIVDNRKLYTVQKDYEAYLDILVPLLPRVTSLDLSKCYYMDFELPL
FCAYIQRFQPKVLNMGQIFNHADYLTNSVEKLTTATVLRVSICSPSLIELYAWGVPIQPTLDQCPKLRTLMLGGEGVAIL
DTAIWSASLTKIGVDAILTYDAVVLCPQLTEFSTLLWPVQFQCKTLTHVSIKRAENKELVNSFRVDTLHEFPLLTTLHLH
EVAKHQTISSHSLLHLSIARVEGPLVLPQLLTIRVCQATSKLSEFLLSCGTVHTVELYEGNGRNPSRHELKQNYLTLSSR
SVQRINFKNRYTPTLRQLRNLCANNRGLVRIHVFGCGRGWDAYEWNKFLNTWNDDSPFLVLRNMAEPPTYVRNALRSIRQ
VHFLSRDYDDLDDL*                                                                 
>Sarc_SARC_11765                                                                
MDSTKRTRELVFDAVAADEAMSRLEEYDCDTIVSLLPRMQKLAAEKISDQLRRSAATEPLYLNGMSIPSEIMLHVFKLLD
LESLMECRLVCRLFHSLVRDSRLWTSLPRATYIGGGRLAKRGIDLFETIEFVSRYPKLRDWTVPSGLDFGRVPVDAMDAL
ALAVPDTQRWHSFNNQTLTREHVARLLIGWPYLRSLSVVSAALPVDLASLTHLSVRAYDMFDGRLPVIQSKSLRHLDYFG
VGIHGTINNLLNKCPNLETLSSALTLDEALVSDGLRSLKVYFVRVNDAISACSALTDFEYDVIPDDEPEGNWSETVKNLR
GGSQDSATEIDLQLFPSLESFFITDFKDPIYSNSLRRLDIGIFYLPYGCILSKLEWLSVKDSETDDERDTPNDKLLLKYD
KCHWPRGLKTLRIQLRDKMHGSRLCTEFVKEVIADLPELRELSVNAVLDTNVYSPVLTELAVDGFQDWPNIVRTVRGSGN
LRVLKLGIGQSKTGLSNAFWDDMSLSIDLAKVKIMVPLALRTKMPPAFKRMLLKGKVAYFDRSKTSSYGHYNEYFLWPQH
D*                                                                              
>Sarc_SARC_12936                                                                
MLICLINQHHTATVPELITMTPSANVHTSIDDLPLDVLEYIYSFLPLETLPSVASASKRLRMGATAKVRADLLMRDCISD
HFCADHVLRLPQMYCLLALRIVGGGILVDLAGHPGELPEEMLGYTQPPFEVVTSALHQVVTYVDLTDVPSRAQVCDCLTQ
CFVRACEQGDLDIVKFIVEELKYDPSTYRSTGLITAARHNRVKVYKYLHAGGRSDPSLQTNMAIGDACSLGYLEMARLLL
LDDRVDPGM*                                                                      
>Sarc_SARC_17065                                                                
MYRVVLPTEVMLMVFTHMGHLSRLRCKKVSKAFYILASDPSLCTTLPPWMVNADGQGYLDIQ                  
>Sarc_SARC_17803                                                                
MCLSGQVLPTEVILKVLGNLKYRTLLECKLVCRALNAVASDPILYKRVPHDRTGTSSTQEFLQ                 
>Cfra_g267                                                                      
MNESDTIEVPMYGSPHTLKLTRIVDCEAETDMDVERNLLNNDSNHYTIGYAELPRDILHQIFNMLDPKSLINVSHVCSAW
RNEAFSEQLWERIAYMKNYRLSSKCVNGDDLETYRDVGVRGTVGWMSSPVQVIVVADIERVAEAQSAARMLCNMAILSGF
SVLPVICSEDYSETARLALKRAADEPTAFQGVLYGVYVSQTHSQCLDMEVASMKYQFRACGASCLNFHVDPNSSADRETY
DCHIVSEDFRIWNRKFWRLCEKKRGWAMRRKQLNLLKEIKSPETTWTFQGTRLALLNQVKSDTQFKSRRKRKFIEMNVFS
ASCALLVAALGLYIQQRYGSAGGNWS                                                      
>Cfra_g268                                                                      
MPCQSQTTKWRTPAQQPANTVVYDTPETPDQQSTVKKRQLLFNNDGFIVPAPVFRTPRETPERNGLVRSFEQDNETASSS
SSGTLQLQTQISKSLQLDFGAHHNYNALPTPPQTVSASKQTPTHLANDACLNTPLFSRGTEDDIMEIDNYLSTPVSIRNT
EHSHRQYTPMEVAKKGPLSLETLPPELTFKILKQLSPHDLARASSVSQAWRFMVDNNDLWQPHVQKTSRKYSMNFSGSPS
LKEMYSNLMNYEKRLRTQKKNISMQREQIDSSVRQYTPHYNNYRFGSMTDLHAASPSWAKLQRRFRELSPTSVEQERENI
VTPDDMARARLGSFAHSTLEERSGDSYYSSPPRRLNLGVPLRDIGNEMVEDNLSSPTHGTRSVSSTSNSRALFSTSTSFI
ANRSTNRNTNVRAKDSTLSGSRGALGSVSAASPDDMRVPSKKNVICGKSSKRRLKRL                       
>Cfra_g311                                                                      
MITSKKFNSGRLSNDDATISLRPAGLLSKYLQSPKFDTATSTNTAHYPSVRVLREENSGLYIGHRRTRSSPSVSVRFLCG
DFSEEERILKRQSIILPTPQYDLVYSEDGSVPCLGSIVPTGLPGESFNHTGEHDSTLNADINGQRIQDPPQPDMSSVNSS
LETPRIPSRRGMIGSSSTGVKDGNTIKRDNKLSPRSSEGLRRHSLTTTLQATQFSLLRWYSPQTATQSFHKNRRFSEASA
AFMSGYSSGGNSSDSDAQPYLELARELVKLDLFMHTSAEFLAVLSENFVPKNFRRGDQIVRYGEVGVTMFFLYQGSVDVI
SGDRETNYTKLSDGAIFGEIALLFSVPRTASIIAAEKCICFVLHKDKLCDILKEYPEEAKCIREVAKQRYDLYTSENIIS
DKLAHVNHRNSAQTTGSLDITGSLSRSIPGSPSNLVSFEDVVNVGPSINKKLEEDIHCSDTSRSYGSQYAPTLSETNVSQ
ELQELQKHHTNELLEQQITEIPPERIPSPELQRSKKTADSPLHDIPDSRVKEKRATHGEKQNCTSRASRSTYKLTRLSSV
PVMGDSTLSPSRENDALYRKHYANNAVDVGVLRSDSTPNDISHSRHSSGSSGAGLNLGSLSIDVTVGDGDALGRRRSPSR
SSMSSRTGSREQLYKRSSSEIHLKCLPSAESIGSKHNMDVNSGSDSDGVDVEEFLSGSSTSLTFRSPLAKVRTCGFTGLE
KDVTEGNVGESSGGVVLDLPTCEATTIDNRSMAQPESNKTGSRTENMAGGESENTSNRGEGDCDEMPESKSPVPSVCENG
IEKSIDDILVLTSSNPSTSEYQVLHPQMESKHCSESGDDASLDADKTKSSAMAEQNFSHTVGTGNIESTHTKIGDCDCCG
NDNDNPNSSIVFHKTPVDRIRSQAMRKRSPSIAVFSSDIQEQLKDMNFSGTSSGLSTSVLTNPVNVDILANNDPIMDRKF
VMQVMSYLGVSERFKCMGVCRKWKEIILSKPVWHDTSFMDGNRFVTDDVLLTILGRYGEYVCNLNLKNCWAVSDDGLEIV
ASKCNLQSVSLFSCWEISSAGLQILGEKCESIQHINLNNCRKITDVGMMHLTNHCIGLRTIQLSYCKNLTDVTLNYILAR
CRRLQHLNLH                                                                      
>Cfra_g1151                                                                     
MEGDLNGLVNVTNWYLSLSEQEKETALLEILHTTSPSVLSKVHAVIDHIIENELDSVSTHGQILQRSVENVFVKRTFINK
IVSDVSAPYQHIQTSAGRLLKVDFVSELPEEVTLKILSHLSAEDICMVEATCRSWRRFIKQHSPELWGPLYRRKGWDPQF
HAFRPLDDKDFYTYKLEIESNWTSGKYLTRKLRGHSRAVFYVQLEDTVLYSGSFDNTIKVWNLASGSCLKSIVAHDSGVS
CLRCEHDIIVSGSSDNTLKIWPKDLSKCLHTLRGHSAEVTSLYHNGKTVVSGSCDNTIRKWDVQTGTLLNTLYGHSDYVI
SLMFDAKIIVSGSYDKTVKIWDFDTGANIKTLNGHAGGIKCIKFDRKYIVSASEDRTVRVWDRGTCECLAVLRGHTKEVW
CVQMLYTGMGDNSKVNRIISGGRDGIRVWEVNDDLQLFRSSKVHIPTEGTITCIDLNPSTIACSSFDKSITLYEFEKKWE



LRSTTHDRRPSMVKRDALTIN                                                           
>Cfra_g1330                                                                     
MAQLLPSAYTLTAEEATATRQLIAACHREGLAVHSTLEMAMYVIVTKLDVSTALNRVKKIRKAAALHNTHDIGAEEALQY
MVKLWPSIFLPGGVNKDGTALLCMVYKDCIPSELDAHGAKGKECLVIGLLHYMQLSVCDLDQAREGVSFVTDCKDFGWKN
FSLEMEEELAFLYQDGAPIRIRSMLMLDGPFLMRVILNLCKVFLKKKLRDRIMLCERKNLSAHVDSDQLPTEIGGSYQTT
IDDWIKDRTLRWEQAKSLCQLPNELLADGANVILESTVLIRNQILCATANCRLPVHENAPFLRDSVPLRELMAKMWKEAN
NVKRAEVAADTLSRMVGDYNINPLSPKELSPEMRKTLVTLLHTMRQAEFEQAADFLIDNLGTTQKGYIHQRLSQYTSRDF
ISLLPTEASYLIFSHLDFQSLLACSHVNKLWHRLSSDSRLWRKLWAKMGWKIESNDLNRLIHQSQLVHPHSQAHGYTLAQ
SLDTYDNEKSLVLCNSLNNSGRTIGDDAVEEEVKLCEGHNTHGTGGSDGSLLSSISLPLTSAASWGGDGWRQMFISRLLL
NNRWLRGDYVTHSLQGHEASVNTVVFGSRVIVTGSDDCTARVWDLRTGLEVAKLHGHENIVTCVRLYENADTAKITPGLH
AEVLRHAQLRTRTSPQQAQNLRTTLVLTGSWDGTVKLWSVPNAQCAGGRNIGTANGMGMSVDQNVSAALCLFTFNEHVGS
AVLTMAYNKGKYFLTGSLDNCIRVFDIKEQRLRRTLRGHTDTVLCVQFDTTHIVSGSEDCTIMIWDFDTGNCLHILEEHS
SHINCLAYNHQVILSCSGDRVVKIINFGNPDCEFSPVASAVPWKLHTRAKSLSEHDAVTFHLFMLTNSGWLLPAKNMATA
SHESTIIDKESPDEKDSIYEENDVLKVDIDVEEGSHIEEIDMDVIDVNGLGSDYTSIKNAGPVGMPNPLETAGIISRFTY
WWVNPIVSLGTKRPLEIDDSFLVLDADEARNITSSLKANWEKERISAKEKSKQPQLYRSLIRTFWSPIIRSGIVGLLESA
VRIGGAVFIGLLTQYFDEESDISLKQVGASCFVGIGILMLLLPFQVFSSRFFAKLRGKATLLTDERVKKMGEVLTGVRVM
KMYAWENSFAKVVGAVRAEEMTHVRKAAFMKGTNLAFFFASPSIVSCAIFVTYHLTGGQLTAKKVFTVLSLLSVLALTLT
LFVPFAVQGLAEIRVSLTRMEAYLMMENKTTLSDLDQRLARDQGGLHSNDEMLAHRRDTGRSVHSLDIGEKGVYVQNLCA
VWRIDENNAHAKKTRARLEKKKKRKENRQREINEGNGMKSKSRRLMRTASVRLSESMSSLFGKSTISITPLSSKHSNQQT
PRNDACEGESDKTPPVERESEIFDSVVHPGTNNADTDIDENIKVDPIESNVVTVRALRDISVHVGPKSLLAVVGPVGAGK
STLLLTLLGELSASKGKSVVKGSVSYTSQEAWITGGTVRENILFGLPYEKKRYEDVTECCSLLTDFVQFPDGDDSELGER
GINLSGGQKARISLARCIYRRADVYLLDDPLSAVDAAVGRSLFEDCINGFLRDKTRVLVTHQLQFLQKCDMILVLEDGVQ
RGLGNYEDLVSKGFDFSVLLHDDDEEDKEDKRELGGVVEIDNESENDRRISVLSHISGKSGKISDVSEGLNRYLNIGSGA
RGEGDVSRRSSVLGGVGADGVSTSPDEGNYSTDNDSVMSASIQKEDSEAGKLTQNQTSSKTSGLGRFRLIAREGKKAGVV
TWDVYCKYFKDIGTMDDILPFTFYDFLQALFMVVGIVLMVVVIVPWVLLAIVPLVIAFIMLRRYFLPASRDIKRLEGIAR
SPIYSTYSSVLQGLPIIRAFKANDRVLDEFYLKLNTHTRMWFSFLVTQRWLGFRLDGLCCILITVTAFVCIPLKDTLDAG
LVGLLLSYVLQLQGLFQWAVRQSAEVENLMTSTERVIEYSDLPREAPTATDYPLPSNWPAKGKLEFKNLTMRYSPFLPPV
LKGVDVVIDAGQKIGIVGRTGAGKSSILAALFRLTEYETVPEGSGVFIDGVPTYKIGTHTLRSNISVIPQEPILFSGTVR
SNLDPFNEHADDVLMKALYDVQLGDLVESMILIMDEATANVDNKTDQLISQTLRRLFADCTILTIAHRLNTIMDSDRVMV
LSMGKVLEYDTPPRLLSTPGSAFKQLYEEMEKAHSHVDES                                        
>Cfra_g1584                                                                     
MMDAQSQMNVQFRTRPELAFTALPPDILQMVLGFLSLSDLGRVACTCKSLNTYAKLTTVRLTVLSNVRIPVPVSLVDKRM
EEAVYIIVSRALVWGRGHGCDGEGSLYLLDLVLKRIDRPEVSSFTLAVVCWLGHLDAVILLLQDKDVDPSDFDHAAVVGA
SARGHVDILAILLMDTRIDLSNVRVLRVPSNKGYTEVVAMLLRHGQVDPSAYADEALRCASRSGHNSLVRLLLKDSRVNP
SAAGNYAIRCACKLGSQKIVKLLLRHARMDCSIGLDMALQAAEECGHRKIASMLHRHFRRA                   
>Cfra_g1801                                                                     
MNPEYDYLFKLLLIGDSGVGKSCLLLRFADDTYTESYISTIGVDFKIRTIELDGKTIKLQIWDTAGQERFRTITSSYYRG
AHGIIVVYDVTDNDSFNNVKQWMQEIDRYASDNVNKLLVGNKSDLTTKKVVEYTQAKELADQLGIPFLETSAKNATNVEQ
AFMTMAGEIKSRIDFWSAHVDKSSRTPCGMYLDSDVLLLIFHHLPQDRLPIVGQVCKQWHQISLDASLWTCVEGSVVDKW
SGRSWLSNFPEYVKFLDRPQFKRLAKLSFPYFDETNSKLIQTSTTKGSSQHPVTNQYDKDSLEKEYAKRLPYICPEIRTL
DLIRGRGAPESIWRHHVEYSGSVVPADVSDFARLPNLESVWTEFEDRGVYILCKKLGKRLVDLRLDCSKVEWHRLAITLR
RFLDRVVSRCPNIRSFCLYNNSPAYKNCIPVYSRYAITFEDMFINLVSKYPKLERLSIAGVHHVASGNLYRRLLVEKENG
TLPLLHTLEVGSGEVLQMDISVKNRLEAIGLLRQLTNETALDSIFPFSHTTNTTR                         
>Cfra_g1905                                                                     
MAMCCEIALPPELWLSILYYVEPNELLSLARECPMFSDLCSDRSLWERLCRIKYKGIWHDKNSTAGDVLVVKMTGDGDIV
GYSFNRGGNGYTGIAMEMFRLTLSDFSTTDPLSTSSGLIVSDGLSMQIQEMAKVGMASEIDTSEIPLCRLDNLLVGGQGS
ILGHTLTGTYSYSQQLHNASDLSTQLLVAVYSSADGDVIEAKQLTGYEDVPAGSLLFQVEKSAQGTDITDAHSLSELFEN
IDSVEVYSGLCKTTLEASDASNALVVIRDKANTSMLLVWRIETSDLVVFDRVDLFAQAE                     
>Cfra_g3116                                                                     
VSLSSSLAPSLFPRIPMSRVNVVESAIPMKEDIMNSEEGVKLLAWFTSLNDNEQKKVFTALLEKVQEKPQVVSSIARDIA
PFVKRDFVSELPKKLAMHVLSYCDATSLCHSALVAKKWKALADDDSLWHRMCSQHINKKCKRCGWGLPLVSENESDIDKG
NVTGKRLFEENDCNTTTGEEEADRAAKRVKRPEKCWKMVYAERMIVEKNWRKGLFRADKFSGHTDGVLCLEFDKDTMVSA
GLDRDIRVWNVKTSQCTNTIKMENTVKCLQFDKKKVIAGCVDGGIRIICLCSGSCVRKIEAHRGQVNSLQFDDVYLVSGG
TDSIVQLWNFQNGKCNMLKGHTDSVTCVRLHTGKVLSGSEDSTLRLWDLKTMTCQLTFRGHKDTITCAQLSHSIIVSGSL
DNTIKIWNTQTGECLNTLFSHTGGVNCIQFDSLRIVSGSEDGTIKVWDRQTVHHNQKIMSSVDVGENNSAFGDSSESREE
ANMASSTSSFLELQSPPSVQPITNSNQGFTLNDTQYNTEESRFNAILRAKLSPTKATMSPLKSTGSCSAGPIGLFAFGMA
TGLKSFVWAGIATSETFTYVALVGIIYGGFMQVFVGLFELIRGNTLIATANMNFGAFWLGISLFDILSAMGSIEPGDMPW
GFFVWSMIWGVQTIMLMCCTLYTNRALQVMYFLSTTLFFVLGAGSFYPTCVTAGGYIGIALGSTAFVSFFD         
>Cfra_g3282                                                                     
VNCFDYLSDELVVLIMSHCEYNDLHKMGAVCKRFSHIVRDDSVWKDAFVNKFHLNGTQYVNRIKHSSWKKEYLARIRLLR
VWERHLGYSKRMEHGFESVDQIFIDRVFPSSVGNNTGEFLLASTDTGELRRGTNKGRLCKGRIDIAPNHAVTCVYIQDPN
TIIYGTAEGTVAMVNLVHGDRRYFQPHHLTRISHLNAVEDNLMSCSIDGVIKLWAYCDSTVTACALGSDHFVAVGCTDGR



VRVWSFALGEQNHQEQNPASITNTTEHARVLDLVPNDEDLTCRYSQTRGLNVNVAESLYRHAHSRSRGGHRDTANTKVRG
VVSVLADRNTGRLLAGDSHGRVCAYNIESERISHIHQHQGSVTAMTCDWKVNVVLSGSTLGTIMLSALPDMEPGMTVERS
RGIPLTVIYAHRDPITHVSMDRLKIVSCSNSESVKVWNRLTGEKIRDLGMGRAKGRRRAIVDAMAVGQSQILLTYGNTLR
MLLLDKNSLDIARHKSRSFANSQQLNGRVMERKQSTRQKRERELWMEEGAAVVKGEVVEKKQWEKRADQMNANPDLDEDE
IVTMALAMSLSQVSESNFSNIDGRDYAHNDEELEYILQYSQIEK                                    
>Cfra_g3998                                                                     
METRRKSNRLLMKERSVDTPERPVLDMVTRRCRISSTKPNTSIVGPKLEDVKSRNKLPQKRQSLEIQQQPCNKKRRGNVE
PKIVPKLESTVDAAGPTCSPSYSSETAGPSADISVTVTDDDNEELDRFLDELEDKRIQNNTVHVLPESSTEEEEEEKKDS
LYMKEKNELLKSLTLMNNWTERQRHKFFRRLPLPIATTVKTEIYSNWAFTRNLFQALPLELMHVVFDYMDLKSLVILQST
CKGLYTIIGEDLVWKEQFEKYKYTMPKCLPLGTKSWKEEFANTHSMYMRAHKNWLTGNYEVTTIRTESAGVYCVQYDDDK
IVSGSRDLKIRVWNTRANPPTLTKTMSGHLGSVLCLQYDKEKIISGSSDCSVRVWDIHSGESLFALLEHSMSVLNLQFND
NALVTCSKDTTVKVWELNGIKSEPKVRLTLTGHAAPVNVVRFDDRYVISASGDSSVKLWNVKTGELLRTLQGHTDLVRCI
AMDDRRIVSGSYDKTIRVWDIATGFSLATIKEHRHRVFKLQFDRLKMVSSSHDDCIMIWDFTCPVLPVTVVPISTPDRSS
TWTVLPY                                                                         
>Cfra_g5285                                                                     
MGFSDQLMVPPDSDPFIILPVELIQNILKFLPGDDLLRVSCVSRNFRSVINYVRLFRDLCQRTSNSETGEWTLECREKPS
RLRLGQHLSESQTPDMDVNWKQIWIDLATIQKKHRDYIFSINGEGVYASSTDRDDQGLSNTLHAGSSFWSSVGTVSTTQN
ESITYKLVQPVCVVTAVEIFPFKAVFHHGLPTYGPQRVRISIGYRPDSMHYVSEILTCGNVSEAQVFNIAPDLVLGSYIH
IELMGRRSIQPGVLEMPDLASVLLREATFQGCQELSDKDVDLALQQLELGCAERLEKRTIGKSMLTVFAEMFRNYQYREA
AQYAGSHESGVVLRDLVEYAELLESPPNGAPNHLYYQSLSATGTLLNEIESFALVKESTRTRDFNLLRRYISQDEAQDTV
SDMIICTERMGDFIATSAQAETNSLVRKEMLREAMRVYYHATTWDKMIDMALELCYFGVIMRFFHVDRYQMNWPEMVAQV
VQRHKSRNLGLQFAAIIVQHPRVTPDVHEGMPTPQTSEHADSDSRHTGQDQ                             
>Cfra_g5566                                                                     
MFQKGKRAMMVDTVMAYIENFDSDIVQALIPRIENLISERKRKRFFENGTSRQPFKFGKVELPPEIGLRIFEQLDYNSLN
SCRQVSKSFFALASDPVLYKTLPAHMTQEGGLLYGANFSETLEFLRTVPFLERWEVEDDLNFGVKGVEKVAQTVPNLKCL
NVAEMANLHADQINMLLRLLPIKELQLHSFIPIDFSSLTKLLLFGQTLPSIQSDSLQHIKASMTDDSIQELLEGCPNVSE
LYLEELIVDEPVVSACLRILEVWTVKVDFAFEHCRKLVVLHVGCQGDHVLSSPTVEVLRVFDDSPNDRDIEVELFPKLRE
LYIGYRTEPIICANLKVLELEESLHSESKLPNLKTLTVGNTSCKIPESVETLRISSMDENESLCELWGSVSLMPKLCTLD
YVYCPPGPIQSATLTVLKIQRFRCRKDFEVTLELCPLLRSLHIFSPNPWSNDNPKDDNPFYDSPLVDVWSEFKSINTHLK
IFVSLERARRMPSVFSDLLVEERVGYCNPDLFRVYY                                            
>Cfra_g5641                                                                     
MLNTMNITSEDDEGVGLLGLSFDVIHAICVHLDPVDLCELSKTCQAFRKLSQMDSVWMSMAKAHFTHWRFPTITAQTFPF
SASAVVYSDGWEPVNPDKLPAKELYKQLQRPTRVKYIDEMDVAWSEDSHHYEYIEIPGSMSSRVLRVKHMSHLWAKGVFP
SVRPGYYQPIWRIQTTNQIRICEPVLIEAHPDSMNEISYDDAVCGLIPAEEDSVMVVIDWKCGIVFDCIRLVKMKADGTS
NSVRCSESERHTTAEARKSETHSESNKNCESRLATLFSTSM                                       
>Cfra_g5642                                                                     
LHTRKQPWHPLLLSTNMSELFVDMTEHMGEPMDTSGGGDDVEDGRTWVADFVRTPAARKNGKLNALLQVLEGKQLRWMEQ
RLRDMMKRDFISLMPHELALYLLSFLDEKSLCRASAVSRNWHKFACDDVLWKMACERVLNATRDPYALCKEFDGFTRINI
RNGTGWKKLYAKITRIQNNWLNGHYRLNEVRGHDNHVITYLMYDDEKIVSASDDHSIKIWSIQDGKCISTLRGHKGGVWS
CQVAGNIVVSGSTDRMIKIWDLVTGKCTATLEGHVSTVRCLCLVGNILVSGSRDKTLRLWDIKTHICLHTLRGHTEAVRS
VQFDGRRVVSGSYDHTLRIWDSASGRCLHTLVGHTNKIYSVEFDGAHIASGSLDTTIRVWNVETGACLFVLQGHSLLVGL
MQLRGDLLVTGNADKTLRVWNITTGECVHVLEGHTEAVTCVQFDSKKIVSGSIDGSIRIWDLASGQLRRCVFALETSGSV
VWKLQFSDTKMIVAVRKRFENGEDEARLIMFDFDIDPPKSMETENGNIIDTHSPWDNGHRTNRSSQQFAQQGHNHIQSIP
QQRTNYHNQEQLQRRDFAGLSPNNSLPQYRMQRNREVNNPNQAQSHGIHGEMIRHLTAQDRLSEEPSNSA          
>Cfra_g5805                                                                     
TLSDSVLWEQAEVLPVKQSNDQTRRNTFVGERTVHTAQRPSSTAVESSMPKLTIPLYDADEESTLDGDSSDSNRVSNEGE
EKEESLDAARRKLPSVRTKILSIPPDADLLLKRFRSTCKNSKAQTPTESKRELVQLPSDVLLRVFLFLPQTKLGVMAQVC
KEWRTLALNPSLWLHIDESILDLWYGLKRHRTFTDYVAFLSQPRFRCLSELKFPPDMSLAGCHNIGITSDGKTVNPLSEK
LLYITTSEYQTFVDDKHIKKLSKSCPDIRTLSIPFKYKCTAEDLSGFAGLPNITSVHASELIQGLPELCERLGARLTELQ
IMFYDRGSGQLAYIIEHVARHCPCLRALNIRAITPSYWRTTSQSKKYSHDTPVDLALVQLVDACLNLERLTVTSLCGPGG
SSGLVYKHIKRRKDKGDLVCLRWLGVGLAEINSMDDIVVQGLHDHSLLHSMT                            
>Cfra_g6079                                                                     
ASNTLELYCTFIDDKDMVHSCSIATGSRKESSSKKPKILQNAVNCVLSLRGRVKRAENVLRESSCGNNMQFLDLPDEIVS
KIMCFTDARTIVVCSTVNRALRRLCLDLWETNHVFVANGRQFEAWARTVQHLDVQIQAPSGMKTLARMHQLRSLHCSNLT
TVMPLDSLRYLAKLSNIDSISHMSKLSELNLRNCVSLESLPSLVLPPLKFVDLQACIHILDLEPLVDCGGTLITLMISKL
QIAQTEALGYLTKLEVLEMNGCAMISHMQDIANIVSLKRFSCKSSKLWDITPIANLTALTYLDLSSSTYILEIGTIRHLT
NLEYLNLSGNRHAVSEIGPLRSLILLRTLYLTMCKVQDISAIGEMKDLESLSL                           
>Contig27023_Abeoforma_whisleri_fr1                                             
GFLWFVSLLVRELVSHQCWQISKFF*SSFFFVFLVN*Q*IFLLTKSSLRSSSLFSFSLFTFSLSALLSSVTFSVTNAHYS
HTHNNITAPPTIMKKSRYVYPTPSKDFLEKENKDALGLASVTPFSREKTSIKDRALAPLKVNADYNQAKVESNNNNKKNY
KNRRMFKESNSNNNNHRTSSNTSDTTSKDISKKDGSVSFMRQKIEQELKSISSLSSSNLSNSSREVSNQNISKNNKKSEH
DVFRAPLHKSSLPTDVFDISPCTEKKSNTRTLPSHEFNNDFTPYKKQSKNNHCNQQRIEHSDKNEILDSEIKNLDRQKRK



VAYMSTPASPSNRKISYHRSDELSRNLSFGSNQRLDSPSSPTLPKNSSNRSFHLTHSTPTSRPQSSKNTPSVNPATDYLM
TPISLEKPSSSNLTKAKNNEEKFEKKSIYSIEEQTDDEVLPKQLFFRREGTDCSGFETPRPSLSLSSSLSLKKNRPQTEC
SSEKRQLDDLPGELINKVFSYLTAPDLLRCSLVSKRWLSISNESVLWRKHIRSLGLGVSTVVESSPKNYANMKIFLDSTK
KVNNQKAEIKNIKRAPLATLDSSTATNRSLSSQWLQKQRKKTLDVNTSLDSENSIDTSLDTDAEIEELHREKENLQLHIL
NEHMEKIQEKKNEEEKEEIKVWVQELREKKQQHKSPISTVHHNGNENHKSNITGFLTNSTITATAKKMEPIVIYEENIIT
DPKLHASKIDTKNKHLLKCGTKENRRRLKRL*TTTTLDFSFFFFFFKT                                
>Contig42668_Abeoforma_whisleri_fr1                                             
LHCKVHYALQVSDSLFD*TLTSELRKRQ*KMNNEFIEWFRQQSDFQKETSIISLFSMCSENTLENLHKHISSRKVDFLSK
LPIEVSKQVLKYLSAKELAAVEQTCKKW                                                    
>Contig64268_Abeoforma_whisleri_fr1                                             
PTSLLFLFSSSLLPLPNSSYSSFVLFFF*LFIWLLAYFDYAYLTP*IENP*DKVNSLFNDDYFSYFKICLHQYNLLIFFH
FLNQSSPTSS*FDRPRKYIK*IRFKIDPSDSPVKLEKI***TGFPFLLPFFYPSSV*LKEKAAMAFFNFGVTKKQGLSIT
DLPFEILRKIFKHLPYEEILKMRGVDKRFKRVGDSIERKFIETPKLPIKLLAKELSFVDATNYQAVRVSELAHQTWKKRR
KLAPNVLHIVNRFNTLSYWVVGSILSSLTPSGRAQIISWYIDLIEELLSLNNFCSALCIISSLSTSPIRRLELTWQEIGY
FKKRKFGYQRQLLDVGSHLLLRQKMKKAEDAGADCIPYLGVFLKDLSFAHDTSNDAMSQEALNHTLCMLKQNSSYESSDI
EYLRYFVLNIAHNQDSKTKWNMGTMHEKSKALEGDRKK*NKMKSEN*R                                
>Contig65255_Abeoforma_whisleri_fr1                                             
KKR*NW*SMISYV*R*KLCKSVTSSDVLRV*LITITPQHNLNPRNPVSNILIL*VSE*ICCTYYFVKETQAVKL*NTITE
HMMKSSEKPETTIALPREILYRIFNLLNQDDLAKCLLVSKQLKHLASITTRNWSYSRKGKNNGVRVIVKLFPNVTDFSLR
CCGSVTPIALKYLSSLDNLSALNLSYCKIDDLSSLLNMKDKLKHLAVSMASEDLLKLTNLQSLSLVEVSFLPMRLSSFTK
FSELTSLNLTNFGAELNGLETLTTLTKLEILSYKFRFSRHIAENINSLTNLRVLNLGHNLHFADDHIPLLSDLTKLEELD
VRGCFFISDVGFNKIPQHLNNIHTLCLRRLDITDAGLEEFINTSILTMKNLHSIDISETKVTLDNVQKIRSTLLKNANDL
KNGTTTNPSSSRMLELIYNNENRNSDDEVDDDSDSDFDIQLHQNLPGRQSESSSDFSED*TLTLSFSFSLHTFHIILLSR
SLTRSLILCL**FSVSVYLTNEVSPSSSRE*KLKFG*CHGTVIFLRFKSVKIYPVASQCYSSLHFSENYISSSSLSLSAI
K*K*ISY**SE*GQRIQY*KSGYLRKQVTKSLLLPILTSWSMDSLSLFF**KWRLLIVVYANTNAYKHKEKFDNLRNRLI
ITMCKRMC*LTEL*GKRKKKLIFALFVFLAFSPAFSFVYLSLSLEKIVCFSYPTDTLLELYA*FKPELRHWRCILDIHFS
L*IMN*NRN*ICMC*RYTFS*VPSS*S*SFFSEY*YLETVDSRVDYQLTDNQSI*SRFNPRQKMFVKKANSKCDTDDICY
NKQKKRYLFFMFPKNKSEFE                                                            
>Contig73330_Abeoforma_whisleri_fr1                                             
EGKQLVDVNSMKEPGQEKMTTDNEAEQVKVEKNEEKVEAELITIFKKIGRNKKLTESHERTIANFLDNSHLFNREQLFNF
SQTCLKNYLYCKKMCLVALPDELKIMIFSKLPLADLVSMMLTSKSYKSLCLLSVKKLSETGFHRFYSRTLISCLPNFGNL
TLLDTDARFDNLDFLKYTPHLEHL                                                        
>Contig36258_Abeoforma_whisleri_fr3                                             
CHSTIQTTSNKNNSNTHQLIFLNSSPLPPVHLFLDRNPFAFGIILDFLRYGKIFSRPEVSPLLLEEELKFWGLDDYYNTA
FPNNMLKRIFSYFSFRDQSTKLSLVCKRWQNICYKLMSKTPLHIELLLMGSLPEDSSGGNNNTLNRFNEMSQDN      
>Contig57560_Abeoforma_whisleri_fr3                                             
SLSFHRSLLYFYSDTRKKLVDNFKALSSDEQLEYMKNFVKSSYAYDKETVSHCCRELNGVIKVDFIKKLPSTVVEKIFSY
LNATSLCKATEVSRTWRKAASADALWHRLCVQHINRKCTKCGWGLPLSRSCAEEAKPLSSSSSKWKNIYACRMQVERNWR
KGKSKKTEYLGHTDAVTCLEFSDDLIVSGSKDCTVRIWSFKEQRCIKVLNGHNAPILALQFDKMKIICGDKDGVIRICNI
STGECVRTMEGHKGAVQDLQFDSERLVTAGEDSTIKIWNFTNGKCCSLYGHTDQVNCVRIHGDQLLSTSDDATLRIWNLK
TKQCINTLQGHHSEVLCGQLSHSRVLSGSADNTIKIWSLPDAKCTKTIFGHTDSVRFVQFDNLRIASASDDGTIRIWDLE
SGALTHTLTSENKTAINTLQFSDTKIVAGLEDSSVLVWDFSAYCSDC*LKGNGKFKISFLNFSNGQIQS           
>Contig64945_Abeoforma_whisleri_fr3                                             
LSLLE*KVPSSSSKYRSVSISLEN*FGEKTWRKKNYWESPEKVKYHSLALSLSMVCL*HLSNMPLEYSVVADELSVSSPA
ESRTFIDNPGPFRPIENFEQRLPINALMTIFEMLPPAFVVTKCSMVCRDWREASKSCDLGVVKITHKYTQFKSRQKLLKK
TPLLQDAHTKWPNLDKIKLTKITSIPPAVLACRFITCLDLSETSICHTGGLKYLSTSLPKLKNLNMGSTDIVNADLLTLA
KCISLRSLNLSSTKITDLEPISMLPSIERLTLSDTKISSVQSLCPLMTLKLIDLRNCPLHPMFLLALAPLRTNLDILHES
IYRCLGDHVDYFNPSTVFSLGDRLIKDADKKDNIHMRLVNFINLENNHSGSLPCTLVAKMTYIQAMDGVLQPFFFDVPRA
LGEDILNEHGMVGMFLIRPRATNNGYALSRYDNKKGVLNVPIHLKEIYKREANGLPGIAQKYFIEGRPNVLYDNINDLVV
NWMQRPPTKNGVELTIKIIPKISRPRILHFDKNESSKSRVKIGDKSEFDYEAGFMNVVSGSIYGVNPNTSMSRSKSTAQI
MSSSLQPHSLGNRPNSSSPSTSSKLRQSTSMRHLQAKRSHSASSPSCSLNSNSSGSFGNFPATANRSQPPIPPSSNGIPP
EFSRKIQGGLSRSLSSSSLNNAPSTSSAPPLPPRELTGSTDISRSTSNPNIDNYPRGNSATNLFDNSGSLMASRSMSSVM
TARPPPTPPTPPISTDEYHEADFPANSGSSPRSPRESSRHNNNMNPLQEYDVSTGDEYTESNNSAPMSPESSGVFQYTQP
VRPEIPTPSPRTGRRPMPPITSNSPSLSRAPPPTPPMAQPSSRNPALNKSSVSRPAVSLRSSLNMPPSVNPSLAPDLPKR
SVSISNRTPIDRRSAPPRPQSSAVPDPTTGEEYETPRMTGSHSSRPPPSTPMEYSLTQEDEEYIEQSYDAPTDLPLDNLR
KMSQDHW*YLKGIFI*EVA                                                             
>Contig18468_Abeoforma_whisleri_fr4                                             
IFFFFVISVFFVSHNSIFIFLILSCFASSLALFVLQGVYFCFQICLSKMKSLPLELWQQIFFHLDPTSLGSLMSVSQKWQ
RASQHQKIWKSYYSELCTQKFVFKFNRTDPQDCSELQSETINKGGEPKESICDCLFERCDHCEYYRLYKNQVLVESKSTK
IENLKDFENILFSLNFKANASMLFLVLYRMSPYSEPISFPVTQSPPVVRRFLSNNNFWYPENDPIRRHPMMLLMGVQQLH
WGLCSRAPGFSHSSNSNNNEAQFLGVNNNSDEDSDGQQDEHSDGHSNNNSVSDDEEIWGGNDIDRNSAGGNNNSFESDRN
NDNGCDDDGNYYTNTLEYIQLSFIEEPLIIRRNKKTWTWVLENESVIYESYGFFSPP*LDENYWPKNYCVFLLPYE*SSL



SLFSS*LIIKKEAH*TSQFFKNKKLLTDFLPV*CIKYSRDSQFSSDAISGKLSHHKLRKDHNFKSFLAVFKTNPNFLL*G
SGDFDLK                                                                         
>Contig65100_Abeoforma_whisleri_fr4                                             
T**QQLNNNN*ITITAK*QQLSNNKSQPPVPFIFSFWLLNFFY*IFHFNLKSLTTFFSCLKTI*NTQT*KTKSETQIETP
VIDT*LLPYLIKISLSHFFVAKFLSLTPFLLSSTLSTSTIVPFDPPS*KNVC*LYGTS*ILSFPLLRIFYEQLVKEKKRI
NNT*FSFFFH*ILDRLPAIFYIALNFVITSHFKKRVC*LYNTS*ILSVPLLKILSLKETNL*RKKEYTTTF*FFTENMGQ
TNSQLKEESKIAAVSIPKKESLENLCQMPLDILLSILSHLSATDLFVLSCVSEKWAILANNDRLWYQLCQKDFGGFNKKR
LNVTGLPTWKEVYLNLDDAALLFNIDPNKGLDRMKTLHAIAEEKKDVPRIFRNCPLLDRKLVGKYLSSRDDMLKEWINLY
QYNSKLISQDLRYFLASVCIPSNTRGRDRFIAAFAKRHCECTNNKLFSKDAAQILSTALIILAVDLETPQIANKMSKREF
IKNVKGIAGHDLEKVPEEYLIGIYDDVYENKLFIKI*QKISVVIFYVCGHHDSKLPLSTVKSRFTTTNTTVTIRQQHSLS
YTCWLSNDGDGHYLIMLASTVSHSNFMRIFLLSVKKLYFGMPKEKIKKKTIYKIMSSVEQ                    
>Contig76547_Abeoforma_whisleri_fr4                                             
LSLSFPHTNKQTHTRIIHPNIPYFCIRPVSPLLTVDLVCLQIFTSTILIRN*DFIIKRQERVMTFEKELAVVTELFQSWS
EEQCEMALRNMLKGKGMDKSRFKSIAQTIGFSSQDNITSILSVELTLRIFRHLDPFSLLIVSCVNTRWRKTAQTTALWKC
IWTAQRWIATDLEKALIQDQQWRAVCKHRLRIDRNWVRGEYFVDSAFGHQDSVTCIQFD                     
>Contig3379_Abeoforma_whisleri_fr5                                              
FLIGLLFDLILI*HCLSTFAPFPVLLLFF*TRRPP*LRVSLTCKQKQLS*FINSFTIGTYK*TNTV*GKLEIKGTTKKQR
KENGPI*QRNIKVTLSELEFQKMRNLVIDNGSGSSEIIVKNTSENEKNGASVQNVARSQIFEVRFETNIQAQGTGCKSSM
DIDPHYNEGNEKDFSVLATHGTNDAFSKKELNIFQMSDSYIPQFDNMPNDIIIKILKYCQPDQRSVATLCCCCRRFRTLA
RKYQRQWKFENAMQNSVIAAVGLFPLLTSVDILNCKFTDEELDSLGQLEKLTRIRIESCAFLCGSALKDLHKLETIELSN
CYQVTDSLVDYIVDKKIKSLTCYNLIHFMGYGFNVFNHFRRPPYLQTFLVKLDLSKCQRVTDSNIQFITNLINLEILNLS
DCYRITDAALSHLSSLNRLKDLKLVNCRFITPQNLLAYLLDHQLVKLDVTGCCRIQLDTLVNITYSHLVEELTPII*AEE
DVKSIE*CLQYLYC*RGTNFAKSSPKDFHGFA*RNDGFALKNYEFAL*IAD*QYVPPCSS*FEEGVSSPTQKKVKCEIDN
VTI*DCSFKEMIFETL*FSQRCFIF                                                       
>Contig12575_Abeoforma_whisleri_fr5                                             
ERFFSPMSSVTDLLQQVSSAAFLEMSTSETTQSSITKPTQPQPHQIQTRKRSNSQYSIDRMPDDLMLFILDRVPVKLVLN
LALVCDRWRVLVNRTLKCKRVLSPWDVLNIYHTHVPRLPSSSSSSHSFSSSSFSSATFSDASFLTYQNISRKRLHSRMTE
SLNNQNNAICNNTENESSTSTNIISTPNLSTNHNSALNKENSIILEELCYCLKIAKNVTTIDFRGFEQYRDHRVRNLSIK
TLLANGPKLIKFLIPKSSSSHSHFLSPAKLMCLAIYENHLTLCKHLLLKEKALTANHVFNKGVSVLYMAAQCNSLDVANF
FLEQGADVNLCLFDGTSSLFIACQAGNLEIVKVLLKANAVVSHCKKEGSTPLHIAAEKGHTDICRALLEHGADPSRVKND
DASALFMASQSGHYETIVALLQYGAPIEQTLRDGATPLFIAVQKGHAHVVETLIFHGASVDPLLSDGASCLFVASQNGFP
EIVQLLLKAGANVNHEKADGSTALHVASEKGHTAIVQLLIQNGALVNKKKSDHACALFMSSQNGHFDICQCLLSNGADPN
TTLRDGASPLFVAAQNNSTAVVELLLSYGAHVNVTKSDGARPLHIACEKGHDKIVSILLSKNADINGRQQEGATSLFMAV
QDGHLKVVKLLLVYQADPNIGLDDYATPLLIAAEYNYLEIVQLLLDFGADHLLPRTRVPIADILKKDNFSTIDCQGSIDL
LERYANRRDFYTQSREKYQLSFGSRFL*IYMELLKQSKLARRNVFYSGELFLFILGKTSVMMSCFHKRRSFPCRLGTSKA
ISSSATYSAVLRITCWSEFVFKQ*TRYKNSLPYLKYQPLFC*GVKYKCHKMSSVV*IHY*IVVILGTNQNQI**CQQHGH
*KHE*HFMQDSSYYTQYN                                                              
>Contig26038_Abeoforma_whisleri_fr5                                             
GCLNNSELKKSNSVVFLVE*AK*SFRSMSSNQKDFVQNALPLEISRKIFTYLDGISLLNCTLVSKRWHEVASGSTIWKHL
LEREYGKENFFSAENAKDWHGLYNVVDTISRDDDPDTEPIAFEALGASTEDDYNQGPEFTLTSSGFYSSTGNPDKDSDEW
IDYKLTSRFSVLHCITIRPFMSRACYAPRKVQICIGLTPGNWHYQSEEFDCENIPNMQTFRLKHPFAAIGGYVRLKMIGK
HEKHFAMGHEHQYYTCISSVQLLGKSVNSLPRQFRRCIYKKALEYSAWDIVQNKDNVENETFNQLYKVESMTLTTTPKED
KSTVGNKKYSIKNKTKEIQNVPGDFIDVSQNTDEDLVENSIIPQNLNEKDKLDMIAGVFDLTVPETLPDEIDIANSDVLS
DILAQFLYHRHIQFHTA*SHFSARRRGLSI*LL*SCS                                           
>Contig28633_Abeoforma_whisleri_fr5                                             
GFLLTLISIASVVFFYLTCWPLAFVLLLDKMSVNSLSRVKRMKHDEEETDENNKAMDIEVTNEDEEPIRSFLSIYKSLSP
HSRMMALNSLLSSCTSKELKHVDVKSCNMRKVDFISELPNEIALKLFTFLDCATLFTCMMVCRRWRSLGNTLWIWKEKYE
KMISEYGGEMPQVEFGEKVKWEKLCLKYLPITKNWAAKRFRTKKLHGHNENVITYLHLDENRIVSGSDDHTVKIWCAKTY
ELIHTLIGHSGGVWSCYVKDDLIVSGGTDRTLRIWDANTGECRNILNGHSSTVRCIDVRGDLLVSGSRDHTVRVWSLSSG
ACLHILEGHTDSVRCLQFDGHKVVSGSYDNTLRVWDVHSGECIHILKGHADRIYSLEYNGEVIVSGSLDTKIKVWNPLTG
ECLNTLVGHTSLVGLMQLRGDILLSGNADKTLRIWNIKTGQLLHTLKGHDNAVTCVWFDNAKIISGGMDGTLRMWNLKTG
HYKGKLLTLEEGGVVWRVQCSQNQIVVGASASNETILQVLDFDHPSLSRSSTNHLTSSPPLSSKPSTPISTSIPSSSSAL
PLSSALASTTSDSLSSLSSSSVFPKSRTSSRRTTSTTTSSAASSSSSAPKKPRIRTTTTTTTRPAATASNLLQTSIDESD
GELNSDLDSDVDIDIDDDNNDNNDRDNDDNNDVSNCTPLKNNANDRNRYDAHRSSSLRSKTSLESSPSYNSNNNS     
>Contig34323_Abeoforma_whisleri_fr5                                             
SN*VSKKEKK*RKREGNWSRDKEMSEVTSLKEDEDKIVEVIYNHNEPSLNLTSSEYCSLFSELVSTYSGDKHLLSGLYRE
LADFNKVDFLSDLPDDLAKHILSFCGHKTLCTAAQVCAKWRTLADDNTLWKNMYKQHENKRCSSCGWGLPSLKEKEEEEE
>Contig35937_Abeoforma_whisleri_fr5                                             
TTTTTTTSTIKNNKTTYSNPLKGERLTPTTPRNAISDNLRDDFETPASQKLGITDYQYMKEREQVRSIMMNWTPTQRDLF
FSVVEPEILKSAKKIRPRSTILIPLSMLLAVFKFLDMKSLIICNQVCTQWQNVIDKNSNFLWKPFYFKKRGWR       
>Contig41445_Abeoforma_whisleri_fr5                                             
SLSLSLSRISLAPSLFKKRMDIDIPQITEKDTIAAKSIKLGNENLTNVVLSLVEKWLPSASYYDKRRFLDQINLTVLPPC



DFLSSLPEDVAITILENLDTKTIFNCLLVSKRWNQLCASQRLWRKFCDHQNWNTEYVFRNTKHDILDNLKINWKSIYTER
CRIRDNWKHGLCNREILLRGHSNSVYCIHFIDDLIVSGSK                                        
>Contig74931_Abeoforma_whisleri_fr5                                             
N*YGIIVRQ*NCFHLFTYNLDFIYIAIYIFLSISLLSRILI*MCPRFFPLVLHFLSSPLAPFSKTLYKL*FL*STMNSNN
LSQHVLIQILQHLTPEEILRLRGTCTKFRNICSLGVYEWTLGFRRSNDAPT                             
>Contig75011_Pirum_gemmata_fr1                                                  
AHTYTHAHPIPIPIQIPIHAHVHIYKHTHPHAPTHTHTYTHVPTRTHPHLYV*SLMYMGALSIIVIITTPYPS*LQFKMS
FENEKITRKSWNNLEDSILLKIFSYLDPASLFYVGFVCKSWRSASVNHEKWRSICKNSNLEFEDCKESMSSLRLLWTEQF
LAWCLLPARLVYTGNNQYTTAKAVKHCTSVCEIGSLSAFHTSDLTNAENWDVEYAKEKFFVIVVVTSSMNLPSIDLLCSK
LEKIKNKSWWTSIRFAIYVQCVGVESCRSTDNLHITFSNLGAVSVGYVVHPCSSYELVGRNEFTQWTKLIWKEAEKNRAW
ELHRRFHPSSRLATAKSLRYYQMSRHTLLNPQNISDVRQSVNEMKNNTDKNQCNKINWFHIVGTFVMSAAFLVFMTFYGQ
*LYFLSANNISK*KNHYLLSCYSSGNTNLAIKTKQYIQEITL*KSIPYSRGVTCPIRNTKYET*GIRKSITSIFVSASHI
F                                                                               
>Contig76262_Pirum_gemmata_fr1                                                  
NCISMSTRLQKKNLKQKLKSGEIIFLTSQTPCYSTSTTKQNCVEFKQMPYLNVEIMSLIFERLPFSSIANCALVCKLWNT
AANHNRLWKNITVFKSNKNKFNTNVVLHLLSHSPESLELYNCQVHSSGENILNKKLKTNNNSYNN               
>Contig9642_Pirum_gemmata_fr2                                                   
SSGNIDIINLPSGIMKQVFELLPSNFMVTRCSAVCKTWRPVAKKGPLDTMKLTYKNTQYR                    
>Contig83002_Pirum_gemmata_fr2                                                  
NNNNSNNKIFEDQLSKFSEFSSKLNSNQSCLLLSHLLKEYKGDKFLLSEVHRGLKKESKFDVLSNLPVSVARQVLSYCNH
KTLCKTAQVSKNWRNLAVDEALWERMCKTHENKRCASCGWSLPSINENKYQEGLSWKSIYAERMRIENNWRKGHFEMRKL
RGHSDGVLCLQWNGGKLVSGSYDTTIRIWDMKTGQCLHLLEGHTDSVKSLQFDKLKIVSGSLDGKVKIWCLSTGNCVRTI
DSHNSGVTCLQFDEERLVTGGNDGEIFVYNFQNSGMYDILKGHTDSVSSICLHDRQMLSSSEDCTIKLWDLLTLKCVRTF
SGHQEEVTCCQLSHNSVVSCSLDKTTKIWDLSTGKCKKTLFGHSAGVWALQFNQNRIVTGSADGCICIWDMATGICHHSI
TAHANTAINCLQFNHNSIVTGSDDNTIKIW                                                  
>Contig83003_Pirum_gemmata_fr2                                                  
NNNNSNNKIFEDQLSKFSEFSSKLNSNQSCLLLSHLLKEYKGDKFLLSEVHRGLKKESKFDVLSNLPVSVARQVLSYCNH
KTLCKTAQVSKNWRNLAVDEALWERMCKTHENKRCASCGWSLPSINENKYQEGLSWKSIYAERMRIENNWRKGHFEMRKL
RGHSDGVLCLQWNGGKLVSGSYDTTIRIWDMKTGQCLHLLEGHTDSVKSLQFDKVRSK*QEQ                  
>Contig15631_Pirum_gemmata_fr4                                                  
FGLTTKLLGVRASIKSLLSTMMTMRLRSHTIAENRQPLKLPRELFYNIIIYLPQADRLTMSLTCRKIKAMVSCITTEWKL
HRKATQRSVRYLVKHFKNIKYLNMKSCYKIKDDAIKLLGNLEKLTKLDISYCNIGNNLKALVKLKNLKELRTSVASSDIL
LFTQLEILYLIEVPQVQ                                                               
>Contig20119_Pirum_gemmata_fr4                                                  
KF**NLKK*NTNIVHLRRNIRNILVYVILNPLTKFNNK*TEPI*FRPLSETNPKKIMSFEKEIELVSHYFKTWDNNQVQV
ALRNVLGNVDTLKIEIFFNELLYTEGRSKRGSHVSLVPYAVLIRIFKYLDVVSLISATCVNKEWRSVGNDSMLWERLWRA
QKWNPSPSDKELMQKKKWKLLCLKSLKIEKNWVQGEYFVDSLNGHRDSVTCLQFDNEIIVSGSDDSDIIVWDANSREIIT
RLRDHGHMLTCLKLTKNKLISGSWDGTCKIWKRFPGGRFQYDRTLSDPTINSGVLCIAYNNGKYLLTGSFDNTIRIFDLS
TGQCRRTLRGHRNSILALQFNKKIIISGSEDHTIKIWDVRTFQCTKTLTGHTNSVTSLQFCDDDNILVSGSCDKSAIVWD
LITGAIKKTLQGNKGAIHCLQFNNGKLVTGSGNDTLKVWDIKSGRCLHTLVEHDSFINCLQFDHRYLVSGSGDGSVKIMD
FGDPHDENEIPEINIGARMNRAKSLPGPFSLALIVDQS*I*YC*KIILVFILRVTIIFVIS                   
>Contig20120_Pirum_gemmata_fr4                                                  
KF**NLKK*NTNIVHLRRNIRNILVYVILNPLTKFNNK*TEPI*FRPLSETNPKKIMSFEKEIELVSHYFKTWDNNQVQV
ALRNVLGNVDTLKIEIFFNELLYTEGRSKRGSHVSLVPYAVLIRIFKYLDVVSLISATCVNKEWRSVGNDSMLWERLWRA
QKWNPSPSDKELMQKKKWKLLCLKSLKIEKNWVQGEYFVDSLNGHRDSVTCLQFDNEIIVSGSDDSDIIVWDANSREIIT
RLRDHGHMLTCLKLTKNKLISGSWDGTCKIWKRFPGGRFQYDRTLSDPTINSGVLCIAYNNGKYLLTGSFDNTIRIFDLS
TGQCRRTLRGHRNSILALQFNKKIIISGSEDHTIKIWDVRTFQWSFFVNTLTLTSTLT*NLTL*PQP*P*P         
>Contig20121_Pirum_gemmata_fr4                                                  
KF**NLKK*NTNIVHLRRNIRNILVYVILNPLTKFNNK*TEPI*FRPLSETNPKKIMSFEKEIELVSHYFKTWDNNQVQV
ALRNVLGNVDTLKIEIFFNELLYTEGRSKRGSHVSLVPYAVLIRIFKYLDVVSLISATCVNKEWRSVGNDSMLWERLWRA
QKWNPSPSDKELMQKKKWKLLCLKSLKIEKNWVQGEYFVDSLNGHRDSVTCLQFDNEIIVSGSDDSDIIVWDANSREIIT
RLRDHGHMLTCLKVLTNYLI*NS*P*SLLNRNPLALTLIIILTPTLTPTLTLILLQLLRK*VGKIRYGFMHLRFQV*TFR
IRI*LTQTHFNNKSNWV*NRLIKSVMNLICFKTANYKCLISLIKTE**L                               
>Contig75280_Pirum_gemmata_fr4                                                  
QQQQQQIYELKSFGPPTSNDLDFQDSTLSYFLDRNPHAFNVVLDFIRNDRFFPVTSSLITKRQVEREFKYWGLNDYYNTA
FPPEILKKIFSYLPFRTKVLVLSRVCKRWQKIVLCELKNQNLNIELLLIGKMNNFEEESHEKGNNSKIVNSNETTYYRRK
SSESADKTKINQHQNIHNMYINSNSDTKD                                                   
>Contig57406_Pirum_gemmata_fr6                                                  
CYCYCYICAIYNNRSIPPFISTQWCVDNCVEI*IMLNRTSIRSNANINKIRKECRESMHPLTPIQSKWLDEFEYFPDSEK
LGVLHELLFRCDSENLRQMGKTIRKMRKVDFISELPRELSLLILSYLDAKSLITCFRVCKTWSNLADINWIWESAYKRLV
WEYGGDIPRNKQTETSDKVDWKAVCIREYVIVRNWYKKRFITRNLTGHNENVITYLHLDDDRIVSGSDDHTVKIWCSKTG
ALIHTLNGHTGGVWSCYVDGNLIVSGGTDRTIRIWDAAEGTCVRILSGHSSTVRCLDVVKEILVSGSRDNTVRIWNFSTG



RCLHILRGHTQSVRCVQFDGKKIVSGSYDHTLRVWDVETGECLHILIGHTEKIYSLQYNGKVIISGSLDTHIRIWCPETG
NCLNTLTGHTSLVGLMQLRGDILLSGNADRTLRIWNIKTGKILHVLNGHRNAVTCVWFDNCKIISGGMDGTLRMWNLKTG
ECYGELLTLGETGVVWRVQCSQSQIVVGASTTRNEACLRVLDFDIPVDADLDELNRENNMDEDSDEHNDDDNNN      
>Contig58046_Pirum_gemmata_fr6                                                  
PILLEL*VLNMKRRNIEEHDIGKQTKTDNENNENNEDDIERENKNEEGFTSESSLSGVDTFKPKSTAGSSFITLNTRTTD
DDHYKKQAALQNKKDYFYSDSLTPSLKTEFEEYVNWYKNLGAKNQIACIKTVVQGQSDIYTISHNCMEINNSIKIDFLKE
LPPKVRKHVLSYLNAKSLCVAREVSKHWNEAASEECLWKRLCYQHINKKCTKCGWGLPMDTNTQDDCQSQDPKFWKTIFS
TKMAIEQNWRKGNFKNFEFLGHEGPVLCLEFAKDVIVSGSADKTVRVWSIKEGKCTKVFRGHNASVVSLQFDFVKVISGS
TDGVVRICSLESGQCVRTIESHKGSCQSLQFDNTQLVTGGADSVIKVWNFTDGKCHVLYGHTDQVNCVRIHNNDLLSASD
DGTLRIWDLTQKTCKKILQGHNNEVLCGQLSHTRVVSGGADNTIRIWDLLSGTCTKTLFGHTDAVRFVQFDNLRIVSASD
DGTIKIWDLETGNLTNTLSADHSNGINSLQFNESKILGGCNDNKLLVWDFS*QG*TPRPPKKKPKKKKLKKKKKAL    
>Contig68230_Pirum_gemmata_fr6                                                  
ENKTSKQQSINLKDKKTTQQSISFKKKLQPENKTSKQQSINLKDESLKDKKSTQQSISLKETLHTENKTKKRDDVLTRLP
KQCSHKIIFFLPVEDAMRCAMVCKKWFAMINNDTKLWRFHIANSNSRISHVIEPTLKSYSLQRKKLRSIDEKRTLLMEKT
QSLHHNRGEGEESHLSDISLNDSSLFATSPHRSTPNSTGNQRFLSPIRPNSTGNQRSLSPISPNSTDNQQLSSPTTQHPI
SEKENINPQMELNNIDVVQEKSISINGNELSKNSIIQLSPPDDKTINDATNLVDGKANINSVDNKCTKDNDKNVGKHCKS
NQQSVGNNKFGSAVKANRKRLKRL*YRKRICRKMCRKSTEKMCRKKVQEKGAGKKG                        
>Contig70357_Pirum_gemmata_fr6                                                  
GATYVDKRALVNRITFFLLPPTDFLMKLPSSVALKILKYLEPKSIFVCIVVCKKWFTFIKKSNQLWESLCQINNYHLPEV
LKKTKYDTLHNDKVDWKSVYKERTRINKNWRTGLCKPSVFIGHTSNVYCVQHNDGLLVSGSKDKTVKLWNMQDHSLLHTF
AGHTGSVLCVQLLKDRIISASSDFTIKVWSLKTYGLVCTLSESCGGHSDAVLNFRATKDRMVSCSKDKTIKMWEPCCNPD
QDINDCECIDKYKLTQTFDGHESTVNMVQFDDEVVISASASIDHAIKIWDIKTGKLIRSLDTRGITCICYDGSTLYGGGS
SDFSIKSWHPKQGVFIKSWKKRNDLHAELLRCLHLNGDYVVSGSYDKTMKLWDRKTGNCVRTYNTNARVLKVYCDMNMIV
SAHDRPEIFAWDFSYKDPEPAVTCNGILEI*ENVFVVCLLL**N*VQKTKKKTFALQNAYAHAHAHTAHTHTHPYTYTQT
HTHIPQFFRTTLLIKRTIT*K*NKKVGILKCFIY*LLPPLIFRVSPKYGPH                             
>Contig78966_Pirum_gemmata_fr6                                                  
IFKIVNH*IYNTSFSYFCFKIVDHTFSYIFINFTNAMSCKRRKIDSQNEEGPELIKVKVEPELRNVKVEKYDADIFESNN
SASKLISPLNENADSVGNRVESREELENKMFELESQIVEKKMLKWTTLQRKTFFKKMDPKIGYTAVAKFNHKRTLSDMII
IDIFSKLDVKSIASCSLVCKRWYTLTNLNFIWKQLYAQQIGWKTPMEMFLLLKTDAFRLFEDYSDSDSQGEGQSDDDDHA
NNEDE                                                                           
>Contig82890_Pirum_gemmata_fr6                                                  
TTPTTIINKMNINNDPLTVKLHCELWKRIFLYLQIDSIIKVMMVSKCWYNAANTNSVWKSQYKQLIYGKVHYKLKKSELP
PSSTRSPIHTRV*S*S*S*IQ                                                           
>Contig83035_Pirum_gemmata_fr6                                                  
TTQQHNK*PINMLTNNIPTSILIRIFKLLLQCNHNNCIPAITNLALVCKEYYNIVHSNDFFWHFVSFKKIAKTKIIPINR
IKKFIKNKKIQHLNLSRTHFKKIGPLVSTIKSVSDHLVRLNLSYIQFLTDENVVSITQHTPHLQSINLKFCKLLTEKCFE
ILSKVEKMQEMNLSHIGRKRSVSSVNSFVERYRVQSSGGLG*KRQFVKSILCNISICHDQGCIFFFLILNFFRKAGLI*K
FSS*MELVHLLLIVAPMLWVIRSSVSSYLQLSQ*IILYPI*TRKIQPYNIMLITSKIHMYNICYAEFKG*KCCR*GAVRI
*LRSVWIFLFALSLKI*TFLLVAGK*ILSFKNALNAGGGR*KF*R*GLIV*SMTIHSRI*Y*KN*RLWSIWIFQEPQLLL
LLLVKS*LLN*KS*SF*IYILVEE*HMVLERSTLILKF*KMIYYTKYLSQNNNFVFNYTLKQ                  
>Contig83037_Pirum_gemmata_fr6                                                  
TTQQHNK*PINMLTNNIPTSILIRIFKLLLQCNHNNCIPAITNLALVCKEYYNIVHSNDFFWHFVSFKKIAKTKIIPINR
IKKFIKNKKIQHLNLSRTHFKKIGPLVSTIKSVSDHLVRLNLSYIQFLTDENVVSITQHTPHLQSINLKFCKLLTEKCFE
ILSKVEKMQEMNLSHIGRKRSVSSVNSFVERYRVQSSEHDGEHKKYSLTKLQIAGIFSI                     
>Apar_comp415386_c0_seq1_fr3                                                    
ARNKLSKEEEIQATYTTSAEKLVLANRRCTDLLVHIFSFLPDTNTRLTCTLVCKLWSHVVRSVPIPHPVAINPTFVFQI 
>Apar_comp4259_c0_seq1_fr4                                                      
GEPFVCFQADSPEQPLHLSVLPPELICAIIRHLPFRDRVNLRVVCRVFSILACYPQCGHLIHTLPHTTDANDKQ      
>Apar_comp8328_c0_seq1_fr4                                                      
VSSSNWYCSVEMDSGGEKVLPLLSLPGEVLQQIVGHLPLSDRLACTLVCRRLAAEARTLVAGPMGVHVQLTADRQRYNDT
VLAGGVDAWDQAVKTVHMEIADGDPRRLGVVLCGLPSVTHITLSGPTALPHTLLRAMLTCLGPTLTHLTLDFPTTSGTEI
LFLKGLAQCPALTHLSVSLPKAAVGGLPLLP                                                 
>Apar_comp8844_c0_seq1_fr4                                                      
EEPGTLTNVALAPTENGETREMGTCLEHGEETEKGANTSTPFPCFLDTLPDEIVCTIIRHMGKRERFRLSLVSRRLRRLC
ASPLSGPL                                                                        
>Apar_comp12555_c0_seq1_fr4                                                     
*QLVQKKCCSPEKQPKKDLYEGTQMVTSVRSVSLTKKHKKMGRTLTINDLPLEVLVLILSHTSVGTLVRNASLVCKRWNE
AAKRTGVERSVAIRKPRTSRTITPEIVERIVSSWPRLWNMRFTARADPMALALCSRVRHLDLNFSGILDVSGLAACHYLE
TLNLLGTPVTDITAVASCSRLRTLDISSTKVKDLRPLGECKELRTLKVNRTQISDITPLSGCVSLETLHAEVTEIVDVTP
LHHCKNLQKVNITLTPIRDVEALAKCSRLCVFWAEGTMIDDLSPLAACSELRDVELTGAPVSNVEFAAFCPKLSRMNLCR
TMVDDVTPLGKLENLAFLDLAYTPVKHVKPLETCLALKSLNVSQTEIVDGEVAALLKCLLKCVLVQGDPTKTPPNL*VYD
QNCNKF*ECTRL*RTIL*I*LGIVFCMALIPEISRTSFRTIGNCYSVS*IIMNLVRQLSGFAISIQG*SLDKSCALFSNF



>Apar_comp13777_c3_seq1_fr4                                                     
NPEHPSDGSFTGGESDETGSKEHENLSTETTFETSLLLRLDDNLLLHIASFLPIKDIFSLACSCRRLAMVCSDKLFF   
>Apar_comp13822_c1_seq1_fr4                                                     
PSFFQRAVSYARAKRS*IYTQIM*L*NGLLL*CFGNNYTRAEKMNFYVAHPSYRGLFAFTVAAQFFSGSSTCTQHSEQIS
FTFCSTHPFRELAAT**LSQGRRLHSTYMLCLAFCSMHSHFECSFPAASLACTYSICGTLL*VMHFLFAVRVSVCIEIMV
V*FFRV*AL*SI*PCILQLTIHTSHMEDRGNEGGALVPSPNTGTQDTLLLRLPNELLFHILRYLPLSSWLNFSLVCRRCC
ALARSPQAGMIAIDVTRYEYDPVVGSLSEKKPWHPAIGAVIFRLPFDSTGCLAYTQLKLSQFSRKSPTSPM*IR*TSFLY
SGKRTAWMWQIFLLVGMWQICVLLWTQRSDRLEAD*R                                           
>Apar_comp13972_c0_seq1_fr4                                                     
RKRCQKHDFRPL*NVYVRQSDTVRKRFM*N*WGISYTGGGVTRRRKFGGCPHFLAGDKVALESTTHHFTEFEKSATHKSG
R*DDLHDSHLEKTVHVHSFGQLEV*EFFFEGR*KGWGEPIGQCFFASV*TK*SGLLRHNSSQSEVWYGKMERKRPVSRYN
STTSLHSSHDFSSLPEELVLLILAYLPSINDRKRVSQTCRAWCHIVRELAPIDTTVSLVTPPEEREGAVEKEGGGEGDRG
WKFVEAGARAWSKVIRQVYVTVRPDMGPPDMGPKIGTHVLAHLSNVKFMGISPHPRTRQSSISVFDPKRCTYTSQVNDLL
EKDYPAIGNLEILRLTDVDEIAGISHCKNLVELDITAGCHISCTDLSVLADCPRLERLHINSAYLLDLR           
>Apar_comp14144_c0_seq1_fr4                                                     
Q*CGSFRGACVRCSIVYQFCYSNE*FRSWT*PHKQQGTSCAVQNHYDHKRMHERSEPLDFFQVLPPELLMHLLSFLSGQD
VLRTRLVCRYWCRVASEPQLYKQLCRRTNGQFSNEILKHALDDVGANVSLPQPGRFRTDTLNPTSWFQLYQELRYLERRH
DDYVRSELIKTGHQASTTDHPQQDINQTLARGPHFWSSTGSQGPNANEYLIYELVQPVCVVTAVELVPFKALFQRGFPIY
APQQMQVSVGYRPDHMHWTGPRVNVENNNIPQTYVIEPNLVTGGYVRLDLYGKCQTQPLDDLFYTVLNTVRVFGIPVGVL
GACPTLSRAALDHAIDIGGLVPAGNGGNAEALVEWFQQDIEETKLRWSTERDIRKKTAELLRAGRWSAAVDLVIERGMEC
GMRNEATLSMFVNASPQPSTGGGPWDGGAAGLYLQALLRKYQRLEETETIYYAKIWLANNGYDRLRPMIAQGYLVSSERF
GDLLRDHGWEAERASPAQPTSSTVHHPRGRRAIEGPGPRRGSVLVACLE                               
>Apar_comp14233_c0_seq1_fr4                                                     
RGSAYCCGLPGRVRLRLSRVCREWHRIVNTDRNWKHDVPRCLHGSYIGLEDVSWKHTWMLAERCRRYVECVVFCCVTKTH
THQ                                                                             
>Apar_comp14514_c1_seq1_fr4                                                     
LRCCVWGCVWTGCPSKTGEFLIGVWNSYKGTMAGFKDAVDTRELLTAAGAQSAFGLQVNMILGLLQTWDEAQLRAGMEYV
LDNMDTCRLGSLAKILQSRMQRDFISFLPNEMTHHIFNYLDFHSLISAGAVNRRWRAISSDPRLWQKHWQLRKWTASAGG
ERAAAGGGA                                                                       
>Apar_comp15862_c0_seq1_fr4                                                     
SIDRHLFHPRSIPIGIMVSDRKS*WPRQVYRPGASVDLEREIVFGGGKLRIRWFFLSLSISYGLLKVHSMGKGLVITKGD
L*YSDLFLRLGAGQEPSGSSARRSLLSTPILVSFLFVFFSSQPSCKKKMDVRKDQEPFTPLPQSLNWETAFILGPDNEVI
EGILDDPCAHLPPEIVHHIFMFVADIKTLSTCRLVSRLWNEFASDEKLWKKAAANLWKGKVYVPDPIISMAFSGRAREAC
RLSLADSERSAITAEELCSFVWPFHFV                                                     
>Apar_comp16189_c1_seq1_fr4                                                     
PHEVLVRIIRALPHDDRLTVTLVCKRLNHLARSPEDGLVSFSYTIALADMKILYTFSGFCNGGAPS*VM           
>Apar_comp16191_c1_seq1_fr4                                                     
DVQEALKTPLLTPPRPFDLLPTEVLTRIFSYLNSVSDRCNVSLVCHRFRSLVRSPMSRPCVARLRHNYKPSRDVPGVIAW
RMCVTSLHTDEHEFPLSCVALFPNLEKLVMSYAKIEDLSPLANNTKLRHVELDLFPLQTESLRLVWRHWHHAPPRSHGYG
*RHPASQTWTS*FPLMFPTFPTLPTSRFRVCRGGSPTW*                                         
>Apar_comp16955_c1_seq1_fr4                                                     
DL**SRVFVRIQKESRAKTAENLKKGNYVCMAELAVSERTAKGFRGRMRGHFPHKIVHRIKHTSEVYTLSPPGFSPPS*L
PRATYNLCVMAARPAKRHLGLDQPQEGDLPSLTSNAAQRQKMKPVSQPVGTVRPFDHIPNEILSIILSHLDTRDRVACSR
VCRRFLHVSRSPEPGNYMAIQYPTVAPSAVSGKKAANWDAW                                       
>Apar_comp17110_c2_seq1_fr4                                                     
AAPLHLLDLPMDTLCHITSFLRQKDRLALALVCKHLCAVSRSPASGVFTLHININLPTVECMHEIFEHTNKYSDNQLCKS
LGCLLPPRSIIVRLESLITDVKLTIRGKDSNSAEVARHLQGSAIGVCQWMIFKLQSFLTRFTRLADVHASVCYTQDWLGY
DERETASCVFFRSFLQSLPILISSNFSSVTCDVSSGHDPSKIIRKLLQTKSDLRTLTFHERCAFTGILNDITSEYVPENF
TVAATGLTELNAFNSHTTFPSEVLAQLTSVRRLHTRILHRRNCLQFVHSTNHLRVLVLFINDTHVHQDRVSLAPLSGCPS
LEFLSLSGRRTSACSLENDWP                                                           
>Apar_comp17314_c0_seq1_fr4                                                     
RHSRTAVDCLCMLYIRLQQHVL*H*NAFVLKT*TGTTNTS*CLLGQNHSIPCLVHAPNARYTGHHLTTTP*PALVASCT*
AGSMETINLEGLPAEILDKILSFLRNPRDVFVCAAVSRRLRSAVHDHFVTLSLETSGVVTADCVAHCHRLRVLSLARTSV
RDLTPVAHCQRLTELILDSTPIADTAPLAACRRLQKLRLNGTSVTSITLLASCTILRKLNIRNTVISDLSALSSCPHLQQ
LYGGGCPITDLTPLSKCTQLVRLDLHGTALPPHPDTLNPLGVCVQLRELSLAFTGVSDVSALGYCTDLDRLDLRGTKISE
ISALQTCTRLSKLNLARTSVHDLSPLRHFARLSLLCLKDTPVTDLSPLSLCTSLCEIDMARTHVVSVAPLAHCSRLQVAG
FNLTKVTDISAFSHCPHLRVVGLRETHITDITPLKYCVHMTELDVQETNVSDLSPLIGCKQLSKLYAMGTQVTCVDPLRH
CMQLRELDLQATDISDISALSSCRALAQLGLSHTRISNIGALSGLTNLLRLYLDGTLITDISLLSTCTALESLAIDYTGV
ASLSPLSSCRHLR                                                                   
>Apar_comp17605_c0_seq1_fr4                                                     
DISTQAVCIAPTSLTIQDLNDDIFLHIFSFLSLKKRLPSTLVCRRWLALAREAPVRTTTIFDSAARKTLEHGFKAWGRSV
RSLAVYFDETTSSLQIITQIADATSCCSNLTILSLTFFSLYDVDISPLSSCTQVTSLSIHTERSLLGLESLLHLPHLRKL



GLNILLLSPEHVSIVRQLTSVETFSFRLLESDASFQQLDTLSRLSSLSCRFINQLPADLSPWPLTEIRIEHGLQRETHVP
EDQYGQVRQVFRSIASTAPHLRTLQVREIYSEEELECVGACVKVTFLKANLSLFHTLNGLARCAGLRHLELNYCYCLSDL
SVLANCTHLTTLILKRAPRLKDISPVSKCTQLREFFLSRSDGPVDLSPLSACRSLSSVTLLRVRVEGDMGWVHTLRRLKY
VYVLECANVGEGDMERTW*EVKARGGKFFWKS*GCMLLN*YYAYVLVHIGAVYFCWIVI*CTCLPLK*D           
>Apar_comp18428_c0_seq1_fr4                                                     
LDK*GSDAEHLYMK*LEQSMTANTS*PHDRLKGGRY*HSLLKEFLCGFRPGFSHPPTFA*APSFTFPSPLSSAHKSIYHL
QPSMGTKVSKTRRDPPPGSINPFDHLPDELLRVIVDNLAQKDVLVFRATCRRFCALSRDRTRWRMRSGTLADHNRRLSNV
AKAFPGLRSLSVAGCKHLTDHCSESLGHFTQLRRLGLDHCSQISDVTLQNAVACMPHLTHVNVTMCRRLTDYGVGLLGLL
EDLEVLSIAFCNLVTDRALESLAEGGTLQQLNAAHCPLITSHGVRRLVEGCPRMHMLNVLGCPDVASDPSTVTYLVGRQG
LKLVMTLKH**CT*CGIRYHKILLCKRCVPVETWYCCTRSGFGDQFATCTLFECVYVCAKGSPSPVIAVNIEGPLVHVEK
I*ILEV*ELYARLPRSM*TMFFASVTVV*GISVKHTTQHNWIFNYPFDSWGIIMIFPRITDQMTFEHTYTARIDACACGT
*LVMHSCGLRLNAVVK*KLKC*NEGIVMSMPCTLL*FAE*IHKDARAHTICSQNATRH*R*YSRYRRRYGSKESY     
>Apar_comp18595_c1_seq1_fr4                                                     
VFFYGLKRTLMAELSSMWLSKCLNYLWGTGESQLLALPDELLECIICHLPPKDRLTVTLVCRRLKTVARSHRAGCNLTLR
MRRVMPK                                                                         
>Apar_comp19652_c1_seq1_fr4                                                     
RKLNTARKPTWRRKAQGKKGLETNKTRSVKSAS*RGKEIIEFWLGIL*DETRS*PLGPLQHNFWNDTSHFHSVPVSWYSG
SNEGPHVEKLTQLI*NGNFSCNRPSPRFLHRHRGCNCESLTLGLCFVASDRASKFLYDSKGSNAYV*HDGAWRASFPHRF
*VITYSGYRKSLVPVVDRASSMTSSEANSRPPDTGLSPQSSFATYESLQRPLRRSVSALSTSAAGHNPALLRNNRGVQQS
TPPTRHLSISTFDSKPALVGTVSEDEALRRVSAPSLHRRLSCSLVSDFPTLKRTNSETFSSLLGVQDLTAKLREHVLFQK
ASQPFILHVASNFKAKIFKPADPPILRFGEAGRSMYFIYKGTVEIVSEDGETVWARLSDGQFFGETALLLNTKRVTTVRA
LTKCIIFGLSKEGLEESFAAFPEGSAAIKKDFETRFSKFRQYQLPSHISEQQFLNDTTVMKRFYMEPIAESDDTNEGPPS
RKTSLQNGTASGPALSVHSATSENLSDQYTTGSPAKKARRESAQEITCATEVTTKPYLHNVTPFPDTDKTHTSTQISPIT
SSESPPTVPPHTEKRQAAQNETQNTAIQEQSNNISSCEKSDEQVIGPAKMPETPLVNPTVDLFRRQAGRKRAGSVAVWDQ
AAIEEMKKLDTAVKVSLPISTLPTETEQKEHTWGTLDENLLRRVFHHLPAHTRWLVGGVCRHWAAAASHESLWEHVDLTS
VGKRLTDSMLETVLAKHAAIIKTLDLANCYRLTDNALRTVAQRCPGLRGINCYNIWTLTDAGIVALAEGCRHLESLNVGH
CKKITDTSVCQLANLCTGLMSLNLTYCKNLTATSLHYVLARLRMLRSLVLVRCTGITNDAFKLFQDNKAYELEHLVLADL
FYLDDAALECIVANTPILKTLNLGFCSGLTEGALGVVGRHCVQLRHLDMSSCSNAVSDTGVAMLLAEENGACASLHSVVF
KSNARLTDDAVTQLDQACPHLNYLNVSSCKNVTEKTTHNCRNIREILVGPSKRVKVDVSPLKR*VHKALA*DIILYCEHS
YYQSSGLLTCMRFYIR*TM*SIISLTFCETVLGLQSVFFAPSC*CACACGLTAQDLLCTCFQRVGVTLTFDSEMCFDACA
LNYSFSMFVPIFSLFHPFLVVLRLAFWSMSGYFFFVFFFPLSCLLLLPLMLLFIYRNDQMVP*RFC*KEISVGPSCVVPI
L*HIQS*HTYAHI*THGRIACAHAPRERYTNNPAAQLAHTTHTHRHAHKHTNVHTHTHT                     
>Apar_comp19671_c0_seq1_fr4                                                     
SML*QPVS*TSAAKGERVLCTKRLKSCARKKKTQKILL*LRQLSASFSTWLLLYLLTVQTSSRPTWL*FVVWVWPTCLIR
KVVFGD*KNFEAATSKGERKMDPATVFPVEIFSHVLGMLTDPKDILSAGLACKGWRRVAEDNLLWDKMCAQLWADK    
>Apar_comp21087_c1_seq2_fr4                                                     
PVAARCLHQRINKPKSKEFYYHCSSLAWTDPFSRHFLNFSFLLFYCFCFLTKSYPFPLLLKTYYIKLTRLVCEQALYSI*
YRALQRFKVPPTPFNMGDIKKDVALVPDTHSGTQDAQLLRLPKELLFKMLRYLPLSSRLSFSLVSSRCCALARSPQAGLI
AISAFPPLLRRKDDNIWRKTGSESGEEGGENQSGKAEKTNRGRKAGETNRGRKGEEKNLG                    
>Apar_comp21102_c0_seq1_fr4                                                     
VLRSVSPLIAASLLFFLSNCKTEQQLHLFFVMSIRDR*STYSSFVNSTKHHSSSLQANMDRRSKTSAPTSPNRGGLSVRM
QLDSPERRYKAQPYSPPKLRSVNLFGQDTPVTCDRPSSENCPTSPTTPISTIRLQLASRLYLDTPESLPPFHSSFTLDTH
SNKSHTTTPLGESNRRQPRSPSPTLHTHISTPKKLSPKKIYSSPEKTRNILESVPEEIAMLILQKLSQRDLCMVSAVCRS
WRHLADRNVLWEPLCRLELSLQITPGSWRRVYWDLRNYKGHTHDKGPRTRRRFMD                         
>Apar_comp21713_c0_seq1_fr4                                                     
FCILLFICCRVFFVPWYSREFGTCFV*TFFFIT*MRRVKLDISLFIKSNTLHAAKRAICCCAQDNPLCVSPRCGQQQKQL
AHV*S*FISTSYELD*GKPDF*ATLSFCMGLGTKYKVGERN*RMCSC*KPICLPSN*FSSLRRVLIATKPERAGYTFFSA
VRKRR*LEQERIYKGGYFVNAAPDCSLESLTMSRRASERTIAKNRRLSAASTDSRMELDDPNSSQMPRPHTSRLLNFEHL
SSEEGREVSLIEQSFRPEHRLWLQTFQQYTEEERNRLVVGLLYRCRPEQLRTLDSHMRVLMKRDFISLLPEELALYLMSF
LDAKSLCACALVSRAWRRYAEDNTLWKNLWEGHMQDSFEGVTTRPPTGIVLGKITWKRQFLKRMRIESNWRNGRCSTKVL
NGHEYVDPQRENVITYLHFDEEKIVSGSDDCTLKIWDLKTGKCLHTLEGHRGGVWSCHVEGNIIVSGSTDRTVKIWDGRT
GQCVRTLEGHLSTVRCLHLVGGRLVSGSRDMTLRVWDMEAGTSLHILRGHTAAVRCVQFDGRRIVSGSYDHNLKVWDAET
GACLHTLAGHTQKIYSMQFDGRIVVSGSLDTTIRVWSVETGACLQVLQGHTSLVGLMQLRGNMLVSGNADKTLKVWNVNT
GECLHTMTGHENAVTCVQFDKDWVVSGSMDGTLRLWDIKTGRQIRELLNIGDHGVVWRVQYTDTKIVCAVRASTSNEAKL
QILDFDDERYEMTERDRLERQDEAMDSDALTNQNSNPAALAEAAYGN*LYGAGKDIPGFDLGFWILTMAIVCGVLLVGYL
VMLDSFFADKCGNFMLPVGFGSVVMDGWSE*IKKLTLCRSRWAGWGKCVVFLCV**DGIGVYVCCDVWWYNCTFGVFPIL
CRGWSKVFFGVMHVSGIIAII*FWWWEVLCLCRLYSKCSYACGSGHHKPVHVLEYFVEYFMPGTSLSGRGWVGALLCRMA
VEMLVEVAVRRKLRVSIWG                                                             
>Apar_comp21713_c0_seq2_fr4                                                     
FCILLFICCRVFFVPWYSREFGTCFV*TFFFIT*MRRVKLDISLFIKSNTLHAAKRAICCCAQDNPLCVSPRCGQQQKQL
AHV*S*FISTSYELD*GKPDF*ATLSFCMGLGTKYKVGERN*RMCSC*KPICLPSN*FSSLRRVLIATKPERAGYTFFSA
VRKRR*LEQERIYKGGYFVNAAPDCSLESLTMSRRASERTIAKNRRLSAASTDSRMELDDPNSSQMPRPHTSRLLNFEHL



SSEEGREVSLIEQSFRPEHRLWLQTFQQYTEEERNRLVVGLLYRCRPEQLRTLDSHMRVLMKRDFISLLPEELALYLMSF
LDAKSLCACALVSRAWRRYAEDNTLWKNLWEGHMQDSFEGVTTRPPTGIVLGKITWKRQFLKRMRIESNWRNGRCSTKVL
NGHDENVITYLHFDEEKIVSGSDDCTLKIWDLKTGKCLHTLEGHRGGVWSCHVEGNIIVSGSTDRTVKIWDGRTGQCVRT
LEGHLSTVRCLHLVGGRLVSGSRDMTLRVWDMEAGTSLHILRGHTAAVRCVQFDGRRIVSGSYDHNLKVWDAETGACLHT
LAGHTQKIYSMQFDGRIVVSGSLDTTIRVWSVETGACLQVLQGHTSLVGLMQLRGNMLVSGNADKTLKVWNVNTGECLHT
MTGHENAVTCVQFDKDWVVSGSMDGTLRLWDIKTGRQIRELLNIGDHGVVWRVQYTDTKIVCAVRASTSNEAKLQILDFD
DERYEMTERDRLERQDEAMDSDALTNQNSNPAALAEAAYGN*LYGAGKDIPGFDLGFWILTMAIVCGVLLVGYLVMLDSF
FADKCGNFMLPVGFGSVVMDGWSE*IKKLTLCRSRWAGWGKCVVFLCV**DGIGVYVCCDVWWYNCTFGVFPILCRGWSK
VFFGVMHVSGIIAII*FWWWEVLCLCRLYSKCSYACGSGHHKPVHVLEYFVEYFMPGTSLSGRGWVGALLCRMAVEMLVE
VAVRRKLRVSIWG                                                                   
>Apar_comp23937_c2_seq1_fr4                                                     
LHRVDQVGWNQTF*TH*FGLAAVI*RIL*VIIVIWYYDYALEFINTTTPLSRPPIEVPAPATCNVEENETLTLTDLPLDT
LMHVVSFLPNEARLNLSLVCRNLFLASRSCSARPLNLYVCVG*AAPPSAVD*NVLHQKKPLTILATATTPTGVIWRRLFE
TTFPRRKSFLDFAHMSLPSHWFSLLRTIQPQSHSHTWMTQTIHISKVHVRRLCCCYPMYNRFLKSLST*RKPQLTLRTDL
*GR*HCG*PLLSHSSFTVPASNSSQRAFRLF*SGAGLLFYRPHARVFGTPLCSALAQNFWLCGHVRGNPQAYAQGVHGTS
NTAYRASHRPNLSSSRHRHARPAGQPSPPGGGCRQRCAMLDGPVCYHQTRSVACVRRPGGRRWCYGNLAGSACQLFLHSR
ASDFDRVFFIAPKRNFAE**PSRGTRAYQVPYRTRCYSSRPSSPLTVSLSYFARVLLSMPDTLLCAGPTKPTVKEVHMYK
TGTRGVLFCARLLTGQHGTKVHQSYICSREWGWRYCGSRHRASTMGTTSAGDGSYTV*GWQHRGR*PLLCPHFFHPGKKV
FWEGLRRGPLAPHHLHQHP*VGDKSTRMPSA*VLHVATSGQFVARNKFHW*PR*RATHVYLECTTGTQSWNVIVGCIHWC
FAHNLQHGSEYRLVSGKDMLPRWVEQGEKFSPLPNAVHLTLLGQWTSLSTVFDPTFLTLCELDMNEYLFTRDIDPPSPFV
WVKENTWTFVWMCIPDSSPLPPEHIHRRIWSILQYEISTVEWVERTGSQSGQEWVVWLPEKAKREQLRT*GDG*VGVSAS
RLHDPIGSIQIG                                                                    
>Apar_comp41014_c0_seq1_fr4                                                     
A*VYLHGLFETERTTML**TGVSSTELPIF*VSR*RSA*VRDIFCDYSDLFKRY*CNDNPVENFRKGPCLALSCMTGGCL
KHTQHTTHLPSGD*KSSH*ISNQAHYTTFLRRPEPYNTVFWERFESDTERANMASVGGLETGLGIEDLPLELLAHILSYL
NNYSDRKSCSLVCNRWRMCVRHLTTPLPELFWVGGAPDKKPETLLSEDSDSTNQMVVPGQRTAILQPGTKEWTQLTEGLT
SWAANVSQVGLTLWRPDSKHEGKVLKPLAKRVKELCLFVVGMNVGEAALVDVGGGLKMLRLRGWGLRGLEAVGRYCVHLQ
KLDISHTQVVDLSPVGALTFLTELQAVGIRAQTLVGLRGCKRLQKLRVSSMDLESAEGLECLGETLTDVCLANCFSLTDI
SALGECNRLKVLSLHRCMGLLSIVPLMECTSLKHIDLGECIFVRDASVLGACTSLTHVSVRRCRYMRDVGFLSHLPRLVS
ADISHMDVADMSGLSSCTVLTSLDASYTDVDSVQPLSECRMLVGLDVSGTGVLDLSPLANCGAMECLALDRCVGVRNISV
VRNFPNLRKLALRMTGVTDIGPLAHCPNLEQLVVDGAGLVNVGTLVGNSNLRIVAGGNMG*DGDITE             
>Apar_comp47273_c0_seq1_fr4                                                     
LQLQFDAKFRSLNVFSFFALVAPRLMFCLSEV*YK*ALVQMKVIM*YWIILVNIVKGLFLLWFAVTNVVFRRTAREQLFL
ASFCVFRFENQNAKKLVSGTR*NST*TTQGAYFKRCERV*KRQELASV*PFRTLLKMFDVPEDLIPFFDHEPESGPTLMC
LPDEILFQIAAHLSQKDLLRLGLVNRRLNFIASGTLKEFNFQTSGSVEERMLTLWSRRQALPSESRPWHHPLSLLASTFS
FMCALASFILARFWWAPTPTLNGKPTPTPTRSFTRNMGSLS                                       
>Apar_comp87458_c0_seq1_fr4                                                     
SGNEGGSNKMDHISVPEVRQRSMSPTAAHPMLGRTHSHESARSGTGGGAGFKGGLLDLPPNLLGRVFLMLDQWSLLQLRG
VCKTLAELLNKLPLDWTMRGRSADRRVLALSKGFTRLHSLKLGPDTANLECLRALSTLQQLQVLDLSFCHVHDTDLRPLT
ALTSIRALDLNNNELGGRSLRDLAYLTDLVSLNLTRCGLEKGGLEHLSTLTHLQSLHLAGCTITHQAMQVLGGLTTLTRL
DLADTELTVDMITTMSGLSHLHTLNLSGGLIDDGNAACMTFIQSLHDLTLDYSHNLTPIGLSHLVALPAIASISLTDCPL
TDDAIRSLTGISTLRRLVLSVEGQEAWLTDEGMRHMGSLSTLTTLILAGQELITDAGAAHLARLNNLANIDLSYTGISEG
GVAVLASLVHLRIVELYGCNVDRRVGVALERALPGCRINM*CWAPGEGEGG                             
>Apar_comp122121_c0_seq1_fr4                                                    
AQKGELRASFKKGSLGDVLACSHIYGIRLSFSKSF*INNIRQLLLEDFTVAISYLPRRVPHKGSNTNMASEGVQGKGLSL
DPSDFSTSVDRIATWFSHLNDRERQDLFSALIEQTKANVPIISHVYREIEPQLRVDFISRLPDKLAKYIFSFCDARSLCF
ASQVSKRWRDMANDDTLWHRLCAQHINKKCAKCGWGLPLFTEGIKKRAKVVWKEVYAERQMVELNWRKGHYEMRKLTGHA
EGVLCVAFDGHLIVSGGYDKLIKVWNMCTGRCERTLTGHTGSVKCLQFDKARIITGSLDGTVRIWAIETGICVREMEAHK
GGVMSLQFDDEHLATAGADACIRVWNFNGGRCSVLRGHTDIINSVRLHNGKLLSASDDYTLRLWDIETQMCLQVYEGHNA
EVNCAQMSHNLIVSASMDNTIKVWDASTGQCTHTHFGHTAGVSFVQFDSLRIVSGSQDGVVKVWDLQSGRCIHTIQCHKA
SVNALQFNDTNIVTGSDDSTIKIWDFSIKTPL*WW*WWACLRLNRGGYKGIGPLQVC                       
>Apar_comp135208_c0_seq1_fr4                                                    
PEN*EAAEREQN*RK*LCDWGAEF*YG*TERSLLKISL*TTCNCCVTSTVTSLIQFLGCT*RGRGGMATKRKPFQRKFGE
DLASEESEDSDYEPSDSSEGAPVTVKKQKFSTPTKSATNPKTQTPARNKRQAPTSSDKKRPRNANKATGSKKREGEELKS
TTTAANQQNETDITTKSSTLVLNEENNKTEDEGPSLLYLPHELQVLIFQKAVEGVGAVPLLYRLMRTCRAFKRLIDSNPQ
LWTHAKIRPGMEETWSRRRGGSKKKAKNSKKLTWEGHLTKAMVGRWQQMQSISVAGVSGVTDTWVEALVGACPLLQQVDF
SDT                                                                             
>Apar_comp421983_c0_seq1_fr4                                                    
KAPLSLPASVLGEIVARLPACDLQAFSLVCWQCRRAVLSDLRVYLSTLISSDRTCPSDGLARIRPRASLVARGIKHPPRC
P                                                                               
>Apar_comp435667_c0_seq1_fr4                                                    
KQV*ISKCTTCKKLKLSRG*LG*RRET*RGEMLLT*KDKKILHKSEKQRHRLAWGPPPLHVDMPRFERLTAGKDCPLECL



PDEVICHILRFLPYFDRIAITQTCRLLCTLSRSPQSGTVTFRASRPNYYQ                              
>Apar_comp456046_c0_seq1_fr4                                                    
LFSCLPDEVQQLIFEYATGMCVKSLGSLALVCKGFYKIVCDLIHRTFHRAPLPFLNRNPNIMISDALLLGYLSNVKTQSK
QHDKTRAFMSNPRLLIVSS                                                             
>Apar_comp1377_c0_seq1_fr5                                                      
PEIVLRIIQYLQISYRNNFSLVCRRFCALARSPQAGLVKLFIPGPSWSGRVTGVSFRHRNVDSFKPWHAAISSLWVEMN 
>Apar_comp1514_c1_seq1_fr5                                                      
PAMQPEDTSKACPLSVLPPEILVLIIRALPHSDRLTVTRVCKRLDQLARTPEAGLVSFSYTQKCTPRH            
>Apar_comp5062_c0_seq1_fr5                                                      
PGNNPRALSPLPQSSSEQCGLYHLNNDAILLILSHLKGTELCRVAQVSRYFHRMVGSDWLWALCVFREYSFWQLPRALPE
GMTWRRLYRDLYRKYSLPSVLWTGWQPKTGQLRPSAREGHAGALLAGRYFVVFGGWSNVWPTLCNDVWAYDTRLGSAGSW
VQLRASGQPPPPRYGHAMCPVKGDRLFVFGGMFQGGYGGETDDAYVLSLVGHDQETGLPLLQWEAVPLRGHMVERGYHTV
TASLDGGKVYIFGGIRRGRSSRDMTVVDVDDWTATKIDTVIEKQPLTRRKEGEAASRRASEQRDEWEVEEWMDEDDSEEA
EEEEEEQEVVSPRYGHSCISVGKYICVFGGANGGNLLRQGNDFVNDFVAYDTTAGTWHKIETTGDRPSLALGRCHVGLRV
FGNKLLFIGGHLTQRGLLCVLDFDTLKFHTPAICTPPSAPTPATKRLSHVAVTVDDKVFMFGGWADGECLGDTIVLDLDC
LRFDPDTSPVDPSSFSTDDTPLQEYLYGYRLSGNRSYVIALLQRLMRQGQGDDVDGSEDGGEEEEE              
>Apar_comp6371_c0_seq1_fr5                                                      
PK*RFWAGLAVITVTAH*AAVPLVTIMSDALRFLIPDAFSNSALTF*RVFFICGACRL*FMKLV*PIVACMRASIYARTN
ISLHARTHLHAHVTTYIADAQKKRREKKKTKGCQLRPR*NSRKHASFSVEKQRL*LPAGQSRLRYCACFMATVTVATHRA
ATLTASPSSEDSDAWDPIRFVLRNSELLGHILSFVGQPARTACTLVCRQWRDVARSVPLHITVAQDTAWEQLERGVDAWR
GAVVGVSLPYQIFGQWQPGLEDSTVMRERVVFLFEKLLKLRTVTVYTNLLYGNEFCYREQWRAGPSHKSHAYEDGVEGVC
AIVRSVGLRAQSTDWYIARAREMWDAVSENVHGFGLL*KKLLISGVCTCVSRGFCGKFLLLDCT*WG*SALVH*HRKEDR
RARTALSH*VVLGSPSHHRFAEHVLAMLLFPRLFLLFLFPFLFFELFFLLLMLLCVLYNFLLYGAVTGYCGSLVLCTKTH
CYSYDRRQGGSPPWQDPVLCHVR                                                         
>Apar_comp8285_c0_seq1_fr5                                                      
*IGGYGTAPDCTFFSSSKMVVTRSLARAQTRRLLALPADPQPNSPLAQLPQEILHHIFGYLPLEDRISLSHVCRMFCAYT
RSPASGLFSLDCSRAEYGEKNLPLESLIRFTAAWGKSVECLHIKVTFVRSLKVEECHAMFSRFTNLKSCVIYEDSAVVTH
LPDSFGRLFGYAHNIDFIRFDNVTNSGSDWRMLLSDPDGAVMWTLNVLAALHVCPEVKY                     
>Apar_comp9408_c0_seq1_fr5                                                      
PRSFAVRLLDLT*PMICP*SPFH*GLLG*EPARFPGTMPRSTFGPAPMLAGDPTQGCPMALLPDEILAHIIGYLKLKQRS
TLSLTCRRMAYLARSSAPGTLEIVIPPGQSKQTLQPLRAVGDSRVSQEE*TYT                           
>Apar_comp10368_c0_seq1_fr5                                                     
RTHIASV*KLLMIQRTY*HSLVYTCTTSFGR*CFLPEQLSV*YLRKSYPSSCTVPLHSKST**FAVIYSVNHKPHVLTIA
LQ*MHTRHFT*LFVLHSYWRSAQHLHLLVVCCGHYSWGVEEL*GSNKANTLHLLHCSGTMEALPHDLLKAIFSKLDAPSL
YRAGHVCRGWRAAACDEELWTELCRQYHWHPPAPNTSREVGIMCGVRWCMGRVSVVVFGHPEEATPLHTAIGQLAALSGC
TVPAHPVPAGDFDWAHAQVYGLLILLLLPSADDDTSTLPVPFQRLASGSGNHLQGLHVALYARCPPSTTLHQQLSGLANQ
LQARGMVPVATCIDPPTSSHPTEGFALWNRRVWRAVERSRGWAVQRRVYRSAKVLGPTELTYGIMNRHHLVSATSGPVAE
GHPLGSGWALQPRYLLFA                                                              
>Apar_comp10611_c0_seq1_fr5                                                     
LCFTQVVPIIVYVESM*FRRKRL*ALLARLLNTGCHLDTLSIWVPWPHY*NMDRLSSLPDLILFIIIQFLPQVSLLNVRL
VNRRLAGACSRRERLKFFSGKCDLRIATKIFPDVLCMTLKVQPEGNSLGYLSRLQNLTELNIASLPPPCDDLFCLS    
>Apar_comp10807_c0_seq1_fr5                                                     
VWSPSLAGNLTKPVGYSGFFFFFFLEGLAAKAKHQPKKFFASPLFPTEWDQKVRT*KTYVLG*TGLHIIRDI*GCATVKE
GLEHLDLEKPDLVFHTEHTPLTKDV*FFSLFRLCRLHAQHGSKVW**GRIIRGNKPSIIFFFQKFYRHILWEKMAESAAE
YCPVELLWEIYSYLPLHVVVRVCSAVCRNWRRAAQDVNLPTVKLSKHYAERPGLLAVAQQGWPKLIHLSFAFDTKSAAAL
TLPSPVRSRSPSMGVTLHTVDLRGTAVVDVSPLGKCEGLHTLLLSQTSVRDVRPLGNIKSLHTLVLMHTKVKDISGLGAC
SNLHSLDISHTEIRNIECLRSCTLLETLLCEETLVRGVWTLAVCREL                                 
>Apar_comp12058_c0_seq1_fr5                                                     
HCMRACW*HNFLIIRLSALNMPPADLDDDCLTHVLSFLPLKHRLSCSLVSKRWRHFARTVPSNFTEQMPERRRNISLSAL
KRGINAWGNAIVSVSFPRNFAQESEDVDMERELKERKIVLSRCKNIQTVKISGYVWQLDDFAQHCPNLKILHLLQPQDSE
VDLHPLTSCTNLETFVIIHDPYAPRLRVHQYKALESLPKLRELWLKCRVDFVGLVHISNLTNLEVLDISLSGIDSTLEPL
WTLTNLRALSCPLVHIQEDISCWPKLERISGWTLLSVEGCVDDISFLHTATNITSLTLPVTVDEETDPTPISACTELTSI
TIQYLWCHSLDYLSTCTKLQKIRIICGTREVDITPLENCKQLTSCLLVGVRPVFIQPLLELPYLKELSFGVADESLAESL
EELTTCVSLTSIKITVMCGPVWGEDLPINIGWMCELPKLKSVALAGAFAIDKYKEEREKVREVVVGRGGKVMFELERDEE
NSSDGDAPEWWDEEGSYEDECASGDTEEEEEGEDGVEMEE*L*R*EFV*LLLNIITFYF*KLFWNFSIISLLCIGSYYGF
SIKLKAI*CAMCIKHQQHL*CG*VTNQSAFLLVE*D*CTVLIDY*YFHSL*VRL*LVAGMAQKCVYSKHGLYAHKNT   
>Apar_comp13277_c0_seq1_fr5                                                     
TKCESNRGLELVKRF*NSLESGSFLPLLRHIQASFTFLCWAFAPCIPSSLLQLQTGLSL*RITLNISSRNPSLLFPTTVT
LDAKMTRRESPEPTDSDLSGTSLPPTVLTWFSGLDTHGREKALRALVMQCDLEVLSSLHDLLGRLLQRDFISALPEEIVL
RILSHMDARSLCAIELTC                                                              
>Apar_comp13285_c0_seq1_fr5                                                     
TLRNKVENMDMEPTSAEERPMGLCDPLVALPTELALHVLSFAADCKTLASCLQVSKLWGQLASDDSLWKIAAKRLWRDKV



YVPPLAKQLVVNGRAREACLFSLEDSKRVWIEQDELCKFGWGFYFANGKDPFDPWGERPQATLFFLPDGRVKREEGEFDL
YWRV                                                                            
>Apar_comp14341_c0_seq1_fr5                                                     
PATNVLLQLPTVSPFRSAPSPAHHTMAKPLDIDDLLQHVLNFLSLQDRLTCSLVSKRWCKLLRKTPIFDAITVRTSTSQE
SIQRGGQVWGAAVRFIKLDGDHLSIDEKEPNHAHLPMFLSLFPHLEFLAVFAPTKPETKGTWSEKRGLDLSRLGVTS   
>Apar_comp14411_c0_seq1_fr5                                                     
LPDGSSSGDSCADASFLLALPTEILCAITQYLGLYDRIALSSTCRRLRSVSTNQQAGGVTIKFGPDKIARRQYWSSVLLF
LQRWD                                                                           
>Apar_comp14446_c0_seq1_fr5                                                     
MPCFDKVYGMGLIFCQVRAFY*E*QTNSF*YTDRYTHTHALTIQS*G*NV*PIRFFQAGKLCRRGFDILSERSLEIFLLA
*IGVASRIVLS*TKHVPALSKESNLT*CHW*RYIAPDKMELYDLPDEVLKLVFHCLTPYDLARVARTCRRFKALLHDHLF
SG                                                                              
>Apar_comp16350_c2_seq1_fr5                                                     
RLERKHSDSSVRSLLSDFEELEDEEEDILSPAKRQRLDTSATKAPAFAKINFLEALPADVSLKILKMLGPKDLCMVSAVC
RNWRCLSGQDVLWRGLCRMEVDFEIGGGSWRAIYCDLRRYSGQAKSSTRRVSTPSDLQMRFGLYESPQTQGSLVPHRGPA
TNTALRRPAP                                                                      
>Apar_comp17808_c0_seq1_fr5                                                     
VFQSFFSTTPSWLQRLDHQ*CGHHFSEKSQLLTFS*IFNAYLDGHLKLICCSS*CLVTVCLCTSTVPPTNSAPNIVHWNG
IQIVVHTGLESSFLKITNHLEHS**EASYDIIGYKLRHFLFPFTSYNHHLLNR*ALCGPSPTSTLSVNCAPQHF*PLFYV
QI*SMAEVASRSATSDSRGNGWNSTMSRSQSTGPELYTIERSISSNKRVHPDSLTEGESEKRVLNTSNEHIFRRASLTLP
IAMPAQEHLFGEKEGEGVGSRFQPQLNDITQWFGGLSQNKQQQVFSRLIGVTERRLPVISKVYRDLAPMLKVDFVAKLPD
KLAKYILSFCDAKSLCMAAAVSKRWRQIANDDSLWHRMCAQHINKKCTKCGWGLPLIADDPRGKRRKIVWKDIYADRQRV
ELNWRKGSYSTHTLQGHTGGVLCLEVCVADGLLVSGGEDNVLRVWDLNTNTCVRVMTGHTGPVKCLQFDKVKIVSGSYDG
SIRIWALVSSERVQAGECVRTMEANTGGVMSLQFDDEHLVSGGADSNLRLWSFSDAKMHILRGHTDVVNCVQLCGKKAVS
GSDDYTIRLWDLAAHSCLRVLEGHMGEVMCVQMAHETLMSGSLDNTVKIWKPCAEKCTTTLFGHTGGVYCMQFDSLRIVT
GSQDGTVIIWDRQTGKPLHTLTGHSGPISALMFTDTKIVTGLDDGTMRIWDFSARQQA*LRYFNPPPLPQHTHTHTH   
>Apar_comp18321_c0_seq1_fr5                                                     
NLERFGRNSTEYFLGTPNVEQLASGRF*LM*YSNNQHHKVEMRTLGHFLALKLDGEKHVNSVG*SLRHCSAVAYKTLYVH
TFMDRRVERMSAPGQDEEGRSLLPFEQNGSLYHLLPELLFEILRKLPTADRLSFSLVCRYFNQLARSPDAGTITIHIPAV
AHVGVRHGGDTIWRDLETFKPWEPAVGNVIIDVVEFAADVINHSPTERKALYGWLGAILSRLDLVSIHVKFDWETDLRSD
SPSHDDFVFSNVATILVHANSRFGYANLSSFELSLSALDTPDRAAELISSFVANHADTLRSLVVRQGYTSLDKIAKLREL
TCLELFEIDGYESDPSSVGVPAPTILSLDNHPRLHSLRLSNMSPLDAIRSSSVCSHLQSVILFNCGNLHDVSGLSFCSNL
EELALSALACPGLGNVVSTLTSIVKLILHYITSVDFTVFSLKHPHLRTIHIEACDFLVEFGGDFASAPKLENITLQSCSS
LTNITGLRYIPSIQTFDILDLPLSTLFPLNHPHLRSISITDCESLTTLWDEGDEVY                        
>Apar_comp18947_c2_seq1_fr5                                                     
QACVLLVVNPHCSVRENNAVENRRCNLFY***QGYKKPRDFGIGKVPVWVYSWGPGGKVGPADLTHVSLSSFLYFAHTEK
*RYRENDIRMSEVAATVAIQPEDPSRECPISTIPPEILSTIITKLRKKDLFSVTQTCRRLCQIARSHISGGMTIPVDLNP
NGISVPDFSVFLGAWKDAITGISMILPHMTGANSIAVFNAITNLPRLTKISVFWPEVHLMGDRRQHDIALRALLAYLTEI
GTKITEAEISMVYDGQEEEELAPPELTQTVLSMCKNLTSLTISCAQLPRNITITHPNLREITFESIVYGPLEAIAARAPG
LEKIVVRASQGPDEHDIENEIGTVKYVRHCPKLRYLEITNRGTEDYVMDASALSACKRLEVLKIGDACVNLPSIRSLRVL
SVGRLEYGTTDQEGDDYSDGEEDEEEKTEPEFGNLESITINGNGEESPLGNQDSEYSFIAQSGNTLKFLDLARIEWGEPD
FAPLGKLTTLILYDIDLPDGVFSLANHPHLKKLHLTNVPIKSLGESTGKSCLKSVSIKGCPCLTDISTLTDSPIESLEIE
NSPIKSITPLATCEKFRKLRIIKTQISNISPIAGSQLEHIDIENCPVSDLSPLSGCENITQIALRNLSITSLDTLSGLPL
VKVTLWSLPNMVSLQPLSSCQQLQDVLLYEMPRIVSLSPLGSCPHLKSIHAVRAPKLTKIDGLRGHPNLESVHIEGAVCL
DVSALATCPSLRHYRSSSVIGAPLAHQSERVVLETVRKNQKAARLPVEY**RHENS                        
>Apar_comp18947_c2_seq2_fr5                                                     
QACVLLVVNPHCSVRENNAVENRRCNLFY***QGYKKPRDFGIGKVPVWVYSWGPGGKVGPADLTHVSLSSFLYFAHTEK
*RYRENDIRMSEVAATVAIQPEDPSRECPISTIPPEILSTIITKLRKKDLFSVTQTCRRLCQIARSHISGGMTIPVDLNP
NGISVPDFSVFLGAWKDAITGISMILPHMTGANSIAVFNAITNLPRLTKISVFWPEVHLMGDRRQHDIALRALLAYLTEI
GTKITEAEISMVYDGQEEEELAPPELTQTVLSMCKNLTSLTISCAQLPRNITITHPNLREITFESIVYGPLEAIAARAPG
LEKIVVRASQGPDEHDIENEIGTVKYVRHCPKLRYLEITNRGTEDYVMDASALSACKRLEVLKIGDACVNLPSIRSLRVL
SVGRLEYGTTDQEGDDYSDGEEDEEEKTEPEFGNLESITINGNGEESPLGNQDSEYSFIAQSGNTLKFLDLARIEWGEPD
FAPLGKLTTLILYDIDLPDGVFSLANHPHLREVYISGLPIKSLGNPAPLSCIKRAVFCGMPKFDGYIRNYQ*SN*IARNF
QNTNKRHFAACNM*QDERTAPL*HTNHGPSPPSTHPTS*NHTPIITYKRHFTARQLF*RHRPHSS*SSGCGFDATLFYAA
GESKTLDA*EHKKH*PIRAVQTLGGSFFLGYARCFVTIRPWWMPSP*GYQNS*NARASVC*RPEKSP             
>Apar_comp19084_c0_seq2_fr5                                                     
*TKHQSQRIRH*IVYFRKRIFQALELIS*SFL*LKQTEFSVVW*HTKQTPQPPVFLDVEFLLVLGAF*GSAQVFCLLNGQ
AWCGNMASNGVTGRAAKRRPVGDLEARVVLNVGGTRFETFCHTLQRYPNSPLAALQPGAHGEIFLDRNPKAFEVVLDFLR
SGKVYGGQMADSRVQEEMAHWGLTSYASETLPNHILLMVFKYFPLALRVRVLAQVCRQWRRVVMQDRPDVHVKCMVLGIL
PESAPGTDEETEDPSSGLELTIAQPVARRVAIEVDMQGPDSQLPLFCSAPRLARMLANHLDRQAPHCQGNLVLHLTNKAP
LRYVTSLTIRNSNLSRTDFAPLAGLGHLQFLALANCPGATPQLLASLQRLPHLHGLDLEGCPHLTGSKDVLPTFEYL   
>Apar_comp19568_c1_seq1_fr5                                                     



*KAC*RDMEHHFCGTPFLGQY**IKFFRASFSYAVWVFLNVYWTRHLDLLMVTFTVFSV*ANQTSTT*LT*NTCGTRMAG
TMQSPVAGEGLSISALPPEILIPIIRRLDHKSRLNITLVCKRLANIARDLACGGVCVTLPYPIDHEFEDGVCSPLVEQVS
DRYGVLRTWAGAIQTVRFNLNALLPRGNDTANPFQLALLALVLSFLPHVHTVRFWSYGHHPDEHFLERLVMAVLRQAGNT
AQNIVLEHEIGSNYIFNPTDVVSGRIVEAVLVGGGHVTGLELTGYDLPLADTFPDRTCENITRLHLDVWPNSDQLTQACI
RLTHLQCLEIGNESVFQDDGEDPSFTFLENCPSLARLDVKLPSREHGNALNGNLSAAPLAYCQRLTHVNIISVYMEEFDD
LDIPTIVDIPPLPHLVHFKCGQGIFVNNLSFIAGSPSLKSVCVHAADEIPVPDSAPAKLLEFRIIRDETPEDRDVLLRTL
SFLGACTELKTLLLLSVNTLDASVIATLTTLTDIEISHMVLPPILPIANFKHLVALSLRHCGDLESLGPATNGSFPHLRE
VDLAYNLILRDISVLRHATNVRTIFLHHLPHISDVSFLGSCTRLTALRLFSLDAVRDLEALRGHPSLRSVTIGMPHCPKD
PLLDCPQLDVESREMIYPMNSRSVEEN*RRSHECLDLKFAVGWRGEKGCSFLSG*VGARE                    
>Apar_comp19568_c1_seq2_fr5                                                     
PPLLFF*QTHTPLPFSLYNQLAPSLSGLSISALPPEILIPIIRRLDHKSRLNITLVCKRLANIARDLACGGVCVTLPYPI
DHEFEDGVCSPLVEQVSDRYGVLRTWAGAIQTVRFNLNALLPRGNDTANPFQLALLALVLSFLPHVHTVRFWSYGHHPDE
HFLERLVMAVLRQAGNTAQNIVLEHEIGSNYIFNPTDVVSGRIVEAVLVGGGHVTGLELTGYDLPLADTFPDRTCENITR
LHLDVWPNSDQLTQACIRLTHLQCLEIGNESVFQDDGEDPSFTFLENCPSLARLDVKLPSREHGNALNGNLSAAPLAYCQ
RLTHVNIISVYMEEFDDLDIPTIVDIPPLPHLVHFKCGQGIFVNNLSFIAGSPSLKSVCVHAADEIPVPDSAPAKLLEFR
IIRDETPEDRDVLLRTLSFLGACTELKTLLLLSVNTLDASVIATLTTLTDIEISHMVLPPILPIANFKHLVALSLRHCGD
LESLGPATNGSFPHLREVDLAYNLILRDISVLRHATNVRTIFLHHLPHISDVSFLGSCTRLTALRLFSLDAVRDLEALRG
HPSLRSVTIGMPHCPKDPLLDCPQLDVESREMIYPMNSRSVEEN*RRSHECLDLKFAVGWRGEKGCSFLSG*VGARE   
>Apar_comp21741_c0_seq1_fr5                                                     
CISLIRVVPTAQQCRNGRNFVDRSRTLDMTLSFSSCITSSIPHHGIRT*IINYFPCTAFD*KMEYSHRYLSGNTS*APSY
IAHPLFCLLHVGASKALLSTPLTYSRHSSNSTSCGLPVLCVYLKKRSWQCSFLLVGAFGITSRHTSNLRAGKNQVPFFTS
VLLHTTNYC*ASYMSEDSVQPGMDPQNNNDDDNSTVQPITHNHSIQNSVPPEQLLLLPILLAAAAVYQAQGVRSPRPRPL
EEETSLQLLDLPDELLERIASFLPQEDIMSLWNVNRRMQKICRGARHQWEWSSHDRRSLQQIASMFPFLHTLVLAEDVGA
ADLLTLQTLHHLNTLDLGASIHLGTEGLFSLPTYAARLTQLCLPANTMDAQLAFLGSMPRLQCLQLWGCQHVTDAGLVHL
VPCTLLAELVLDSPAIVGPGLSHLIGLVGLTSLTVVNAFTPDYLPALPALRTLRLSDATIESLPAVLRQANLQTLDLRYS
SSLAGPVVGARG                                                                    
>Apar_comp22586_c4_seq1_fr5                                                     
RPAMGRRKNGGVFPLTVAMGDSQQIGLSTRVYTVCLRDQTEKAEAEAALHSERKVSLDKSNHMEAIFSSALDGIIVIDER
GLVRNFNTAAERLFGWRADEVVGQPVAMLMPEHIGRVHQTYIDRYLRSGEKAHGRAVGRNRKLQGRRKDGTYFSMTLSLS
EVAGASTRCFVGFIRDLSELERLMEELEHKSSHIEAIFNSTVDAMVTCDQHSRISAFNTAAERMFGWPRQEALGQNIAVL
MEEKFGQLHQQYMDQYIGKGDTAIGQILGRGRQLVGRRRDGELFPILVTLSEVRHNLPGKEREFTASMRDLSELKRIATD
LQTERSDNSKMRMAGNLMMHCLAAITTDGQDPDMSVHATAAQALREGTPLVGSPPPSAMHIQRSGSISNMSGGCVFAPRP
QPMSPALSSSSLAGWRPSDHGVKRSYSADSSPLAEPHPKRPHVELDRASPLAASRTPSMPAVSRTPSGPLQPPVARDRSP
ASWASSPGPRCPVSHDLTAANSMQSLAPSNDRTPPQTHHMLRPNRADGGRMSFSEFPPTQRGSVSEGPGSIGLLDLPFDL
QARILLRLPQYTLLQCRQVCRQMAAVLAKLPLDWAMQPRPMARRLAAVFADLPLTRTRPPTREAV               
>Apar_comp23157_c0_seq1_fr5                                                     
IFFAYYSVVVKFELTSCT**PPLKNCKMESHSSIDCLPLELLSLVFEHLSVSDVVTVCSRVSRKWRVAAKNTPLRGWVTV
KKQRGQRTVTASQVERIVSHWPKVWSLRFQSKPDPAALALCHRARRLDLSFSGVVDVSPLSGCVFLRSIDLLGTPVTDIS
ALEACTDLRHANVSNTKIQSVRALAGCRNLRTLQANRAPLKDLRGLDSCWRLRTVNLEMTDVCDLTPLAKCSALTHADVT
LTPVRDVEALSSCRSLVSLRAEGTMIDDLNPLVTCTSLKHVEVTGCPVSSVGFAEYCHNLETLNVCRTQVRDIAPLGKLE
HLAKLDVSHTEVCDLKALAGCKGLRIVNVASTETSEEQQAALKKALPDMVFGQPEVVKALGTLA*IFLLKEPLVGSCVCL
NDDV**TNDED*RN*LL*LLPRTGSLFNCFCV*WRFFVNH                                        
>Apar_comp71545_c0_seq1_fr5                                                     
VLFVCFFCFFFTSVRIFFTSVRIWAS*KCCQTNIRPSNANKLDEMHRRCIYISKTDADKHGCFQDRPTPVSL*HCVFL*D
SLPFAGCFSNAKLKRWWPGHTVTVDTPLPQECSDWIPLFPLNEDMVERIFSRLDVRSLGSCTLVNSTWKSFVRNRKWNAN
FSSIIVGLQPGEENTGALNKTIYGVGVWADCITDLTIDLGLLQPLSQRGLGTLDWSECFSQLLSRCTNLRCLTTDFRKAH
PGHINQTVVVAVRHTSSRLKSMTIVGAEGHVDLTPLESCVHLTKLCAESLVNAEPSFSGMDCFCNLQLRSLSLDTDMPLN
MNVQLCTTLEASQFSPSFPCLLGASQASLLPFLPGWKSQRLLPLASYTSVSTLRKHGRCPTHRRVISASSLAQNP*LPRR
SGKDSGVSRIDELDRTSNMAEWKACREF*IRFVGAKASGT*ASTRQPYRVFWPSEHASVLRLCYWAM*MAALISTPLSNV
SI*QGFSCGEEGICAMLAH*KSVETCMRFPFMNAQRW*TWR*WGSARGCHMLCCVVAVSSKKGKWFG*GRWG*RW*NWSP
RYVAITCTRMRGRCEL*RCKGVLLK*LNELILNFLCCVYVCVFKGEEGEREGGKGDIQGSGIIRV*LRVIMNTRVICV*L
QDTAGLGRITHTGYTRWHMHTHTPTHCRYTCARTHTRCTVPHTHPQPIYTCKLDKVIVHTHTRFYLCFPRNP        
>Apar_comp77656_c0_seq1_fr5                                                     
VSPRRPVFRPRWPSPSALSPAPSPPQEQAALPSSFLFYQILNMATSLPPELLLHVFKHVDAPTLCSVTLTCQAWRSVVLK
NEERLYSNLHKRKGYPVVRGPNHVTAKDQFVHCYELEQSWIRDLRTGAGRMQNITAAFDVALSLRLSRSVIAEFLPMQYH
AMY*VVR*YFKEGAGWDLLLCQC*FFGPHNWV*VRRVTVGC*NRMLISSGHIGYGLMLCM*EVCRNLGCVLQCLPGVYFS
DFLFFVNTSCMC*WVCLLTWEFIVS*TPHFSSIRLY*VCPVTWKCYYEPSMYLVMGII*TREYV*NIVFLCFTAHS*GSM
PHTC*MGHFNAYPAFSPCELA**LPIFFGEISFQVEVNTQCGIHP*ARGFSIEHCETTSRKTFRIINIEPGPSPSSWSTE
>Apar_comp87092_c0_seq1_fr5                                                     
FF*T*GIFFSRYPTQNLTPPQTLCLSLSSYKHNRITPTLVIAVHTRYNRIYDPLTKCAKYSPVSTCAMANTPMNPFDLLD
DSVLSHIFSFLRRRERCICSLVCKKWLYTVRSLPLKGQPWVWVNPKPWPILKAGVKGWAAAIRSLTLRSELFGYGKEVPV
RVNELLSLCPHLHTVRFNDITTEIIGAIATSASAAQIRCLHVATEAYLLYKGPGTRLNFSSLASCNNLSEFVCDNFPGEN



DILEGWEGISRLSQLKTLNLCQNVLDTQAADAISRCSSLKRLVVAEVDFNKLKSLASLSSVNCAAKSLPDDLSPWPLTHL
YTYRWSQAGELNGLKHAKFLKKLTLARAIIDDISPVSQCSQLEELSLAGDNVTSLRPIAACVNLKALNVEGMECTGEETL
GACSKLTSLLLATHTSKNLDFLRNCTELQVLKIRTRTAVNSLTPLALCKNLRELSLRMEGGIANGTVNELRECTSLESVT
IENCKNEQLMEVGWLCELPRLRVVRVAACENAKPENADEVANGLERTGVSVSLSYYY*MGVYVR*MLAINDREIGVECAT
IYIVRNGVREWLFGWVLCVT*GTQSFGVGVGVGAPARAYA*RPQCGVCVCASEGVFVCFGGRGGEVWKGKEACVWEGP  
>Apar_comp119267_c0_seq1_fr5                                                    
MNDMHSFLHWVRYMFQNKKAARKRSTSTDAPLQNPLNSEEMANTQDIKTKSLSLPVELQDPTSPLMTRALDLDEVLSHIF
SFLSIKTRARCSLVCRRWKAISRSAPLCHSVRVPRLSPRVLERGIEAWGKSIRVMELSTRDIVSDNPIKNMKVILSFCTS
LESIVVDLFDQPPDLTPISSMLKLRRAIINTHLHEPVDISPLSTCVELQAIQLRTRVWGEAIAFTGIHVLPTLPNLRRLA
CQPVQEDEQSFLRYISECASLEKLNILTDELAVRPDWFIPPPRLKSLACYGTSLPDDISHWPLTHLEIMSAEGEAGQLKF
LRTAGNLCKLRLV                                                                   
>Apar_comp271270_c0_seq1_fr5                                                    
LTEAC*IHAFGLNSCRANESRGQIWKTKPK*V*R**FAFRSKRLCICSEHPPRFCKGGWNMSRQEEPGLPAIQPEDTSRG
CPLSILPPEILVRIIRALPHSDRLTVTIVCKRLDQLARTPEAGLVSFSYTQDQVGKHEDFLPFWGFCVGGVPSWAV*S*I
RRDGGKANTM                                                                      
>Apar_comp325324_c0_seq1_fr5                                                    
DAVTVLTWKFSFQRELTREFRSNMKT*KHEQSTKQQVRCTYAFMMASFPILSLPDHLLCQIFSHLSQRDRSSVILVNRRF
CFLSRCPESGPRSLSLPCRGTSVSQRTLHFRLTIPQGIRKQLGDTITQLRVEVALIVKELEGQTRRKKDTAYN       
>Apar_comp425724_c0_seq1_fr5                                                    
ASTTHPQQKTEAMSPARGVMARSRTFSSPSSVAIDGRASASANTLPDTVLARIFSYLSLSDFMSVGVVCRRWR       
>Apar_comp1520_c0_seq1_fr6                                                      
LPPPPTLRQKVLTKRTNKPINHPLQPIPTSRLSSPCHEHLRVRPRGFYL*R*HETTAVYILDPVSTSFFHSAPGYFFLAV
KTQSIVEIAIVS*ASSLVSQPRLPAGLAAKGNMGLTQLPDELFALILNQLSPNDVLRLRLCCRRFLRLSSEYRRHWRVSY
IKDHGVQSLAQRCPKIASLALCNTSASGPTLQTSLPLFQALTSLDLEGVQTLTDNQLSSILAQLPNLEVLSLSRARNLST
GCGYLSVLGPSMRSLHVPEK                                                            
>Apar_comp6170_c0_seq1_fr6                                                      
LGNEH*VKL*HKNMKFVHGH*RRNKLTAVSGEILRNKSVKGFLIHTFVCRLPKMDSTQFTKTAPEPAQSEMELLPGEVIG
RVCEFLEGIDVVRLSKTCRHLHQVLNDEYVWHSMTKERFGEAKLHEGMDNDADPKQWYFHCERLSKRLKAEELKITWNNG
SYWTLLTDEESESKKIAKLHSVCWLDVRGELLGVRSGTYDCIWRVRLHRVTMDDGTRFHVETSVSERCVPAEMSLNRQDF
ARLEGQNRSWFDLNVGQITVKGTSTVKARIENHSNVWKHGIEIDYFELRRVYDGPRAGANAAVGGGEDVDMADGDQDAHY
TTYTSSDPSCSVM*AGWMTLVKA*MYGL*FTCILVAYVIISLFFPSVLL*SYFFLLFFWFLFYGFRDGMSRFSGMERVIV
VTRVIHRNRQFFSF*LEHAYGATGGAFGFGK*RFWARGWVILGRLNAYTELGGNLMYYELFFSHLRLAGMF*RDALHI*E
EF*ECLIPSIFRHYSCPVCG*PNDCN*AVFVFLPRGPLKRDFLCAPQMIQI*QSDILFC                     
>Apar_comp7647_c1_seq1_fr6                                                      
LGKLLSYDKVDLVSGFFY*PSQSFRAGAIQRLRNFRIHTLAVPA*GGRGNLYRDSLCFGKAYIYRENQVTLQCLQGTGLV
NKMLDQLPEKLFLRVCTHLGVLDLCSLSLVNRKLRVMADRGINEEWAQRLRQKWPVWYEDYVATKPGKEWTWKQIYFQRQ
RFDVVCTEKFRQGLRPVVVGGVGCSTRVVCNTCGRPPKVCMCQYLPSEKIT                             
>Apar_comp9012_c0_seq1_fr6                                                      
FNDTTCTIVTSHVPLAVIVQNNNPLPPATMPPTPWLFASEPRGLALLLVDSQPAGAVCRTQLQGVDDRGVFPLLDLPSEL
LVLVLGRLPFPSLRVARNTCRALKVAADDVFAGLAREATLSPLHASPTHRPPPD                          
>Apar_comp10378_c1_seq1_fr6                                                     
DQSNDSSSRDDGVQVTCLILHLPIELQLRITNRLSQSSRVSLSRTCRHFHALVRCPETGHHQTSIPHAKYGMDTSASGYH
IWKASVGTVVVDVRILMEETFGMPANHTHAQIKEYASGFTSTTSLIIRYIYTRTPKT                       
>Apar_comp10537_c0_seq1_fr6                                                     
NCYFSGDSMTGVKAIYNTEVGIITRQFKQSYCE*RQIDHCQAHYSSCAHILKGTMESNLAGQATPVTPNLGAQPETEQFV
LKPNVEHVATVNFGRWGPCSVEDIPDELLEYILTYLDYTARCNVSLVSRRFCKLARTKRIHKGFIASFQACESLDYEQLA
RWEVAWGNAFERVELKFKDVGAEE                                                        
>Apar_comp12237_c1_seq1_fr6                                                     
QRSVSSLMYSKFKKKTFVLKCGCLLGFGCLSHCLYL*LYFYIITCNTYLNLRFSHPFLVVLSHSLSTWFFCKADVLSTSS
STVFLALLNSIPFRVHHFHYCYLSRSRYSSLHFIPLFLLD*LTSFLKPPVSSTL*S*FARFSSAMKPAQKKRACAIAQRR
AQVTRSPRKQKNEPQTDYTKTLPDELLTLAFGHLSLKDRGSVSLVCKRWSKCVRQTPFHGELTCSFTPGTVKEKIAGFSK
WANSVTVMSLVIGEGVDKDIVGAHRHINSALASASLLHTLLVEWRGKSSTTGLSFLRNLSHIRCLKLSGVPGKGAHLETL
AGCKNIEKVDILSHETNSQVKLTGLKSLHKLKEFRWQGVRVPHKDFLKPLAKCRMLEKIMFAAGQCNHHYHFLFHLDIAC
LSGLPTHTLCEWETRNI*HYTQ                                                          
>Apar_comp13624_c1_seq1_fr6                                                     
PTELLFKILRYLPLYSRLSFSLVSSRCCALARSPQAGLIAISAFAQLGTKTNTDRLRVEMAKAGRRTGKSIKKGICLWCV
ASVI*SRG                                                                        
>Apar_comp14107_c0_seq1_fr6                                                     
SIPSFQRVSLFLSFCRFDFECGC*ML*TIRAK**MIS*SVYGSLKRV*PLLRSTHKT*SNGPVTSTRSTPKLAEALNNTT
TLLGKPSKYYSSFVTVYYKNIITQRLPRVVPETS*TTLPKNANMRGLEVEELAWSSEEESNSSDKEAHRRKGCRKGPVTR
AAARIQLRSIQAPIKVPLRFARAELSDKATPEPCSRGSRLPPLPPVRDCNGTVCSLGAGEPPALLFRPLNIATNVLRPSS
RFDSVPDEIAMRIFRYLPPESLAVCARVCKRWRSLAYDPCVWHTVDLRHLRVVPLSLLHMLLARRVHRLYMANAQLVPTH



PKDDVYYAIHGVKE                                                                  
>Apar_comp15211_c1_seq1_fr6                                                     
RNC*GERRIVKILPFRVVGKSKRLINRAATGSCSMLSC**VNYRP*Y*LRLRTTNSLLRLLLKEKGRSDEGKGTAVVHVF
QR*L*VKIFGE*YAT*AAFCTAQFKTGEFLETYCCSTRTSLQPFLSKNTLSPSRLRTFGVSITTRTHTQDAH*LYKHYIL
PNGHTIETLAANMTEVIHYKRPVVNLRRLVVKLLVPEDKTKQLSDEMMCYIFSFLDSYVDRAACALVCRRWKRCVQDIST
PLYSQVWVGKGPRRSKGWLGVKLPSPQTPAWLNVRAGAAAWSQSVRTVALAVWLVGGSPTGSLQAVAQLVEAFPHLHTLR
LRLSEREFRARLFQSCVNVTELCVEGFYDVKDIRTLRHAPNLVELDLQDSMVADVSPLRECTRLRVLNLCGTAVRDLRGL
EACSQLVNVG                                                                      
>Apar_comp15417_c1_seq1_fr6                                                     
SCYYCYSASSLHKQHGKEK*QKTQTKKIFLPSTYSVPFCHSFLGRRCGKNTFFSYDTMTQNEQTGEPDTTPPTSLSLVTL
PVELLVHVFDFVDPLKVATVCAAVCRTWKEATLLVRFRRFTTHHRNPQHLGSVFARYPRLLPAVTLDWRYEDMTSCELHG
LAVLRELKRLNLSETKVEDITSLSSLSCLAELSLSSTDVHDVSPLMDLQKLTYLD                         
>Apar_comp15441_c0_seq1_fr6                                                     
TFIKL*AACFFLFSFFFFSNKIASFFLFATPTRWCTFGSFSGDKSAKFRAPHVYTYVSQLPGGSQSIRKWHSAAKCILQS
PPSS**NKEIKKGISRMNGTASSCAAGGPKKRVRHMPGENSGVGPSKRHKRDAERGEGENDDVQRFLDLGQHPYGVKPMG
NYFFDVTNGVQPCRDSGLGSASVLTDELILDILGRLNAPDLCKTAKVSRAFYVFAHHDEMWRQRVLKGASGKSFRFRGSW
KQTYVDMQPEFREYFQILDGIEK                                                         
>Apar_comp15535_c0_seq1_fr6                                                     
C*YQVCIR*LPYKPTHFVAQFEAGLVKRKTL*STYSCTFLLTINADFPTARPTQCCAST*VHDLHLVV*HNLSASLHSFL
FVCK**LCL*LNSQHIMTSRNQHRFIEPADSSKACPLSNIPTELLGCIVSWLPLTDRCSVSATCHALCTVARR       
>Apar_comp15954_c2_seq1_fr6                                                     
TAHSIGFSVSRLTCLSLKKDSGKQYCFRQHPFYMGVACSIVALRTASRTLLSNNISLQVGFQGQCAPWSNMGTQKCQNWT
TFEQLPDCVWRRVFALLPLEDLWQVRGVSKALQAHLRDYSPFVHSLKLSHLDGHHFSGMHLRALLRFFSHVTAIVLPYRK
VSNDHMLAIAGHDSHIQALTLPHSPT                                                      
>Apar_comp16156_c0_seq1_fr6                                                     
SIETFSESAPSTAPSFSTQHCCFFFRYITTYRR*ASYHKWTKHLSSSPSCV*GCSPFNKHRDIMDTLPPELLEPIFSHLP
RYKDRAACSLVCRRWVRPARETPGIVGLLWVGRGPTNTHTGLQYWDNVQNGATEHPLDWVRVLHGLSLWRRAVSSLGIVV
GYLPSSVRMRDAYLQRALSVA                                                           
>Apar_comp16163_c2_seq1_fr6                                                     
LHMYMLSRNKRYSIFLIYSDFFFLFRIVYFYSSLVTARTWCERVAVLGNLLYCGWHSTTEVKAENIYPVHLEGLTV*PYT
APRQV*CNSS*QAEAGSVGEGTRHKSVGGRQPWG*KGTRWVWVGWAARLGTTQTGEHAQAREASADGGGAGARYETMGQQ
FSRLFSWGVWAPEPDPQLDLPQRPVKRLRVDVSSRQQTKEGSMYSSDPFSSLPDELVWHIISQLPTYQERATCVLVCRRW
ARIARAMPLSPYTTLWVGSCPDVHYGMYSRGGASSGKRPVEDTIQGAKAWAGAVQNVGLQLLGRRRADRATKALVDGVMG
SLDRAVRLELVAGPVVTRWLLSTHGHRLLGLSLLGPQPSLNPLASCSRLTGLYLRQTRCTVEDIRGLSTLPSLELLDFGE
VPHLADLSPLSTLTRLQTLQILKSIHLVSLAPLGHCTSLVSLTLRDCHHVASVQALASW                     
>Apar_comp16165_c4_seq1_fr6                                                     
TMIRHVCCFSIQY**VSMFFYSLSH*SGCFFLHC*VFPNTRTCFQGVKEALHVHDVPYDSVYCPSWG*PAKITMTDNQAI
PHGGFGAQPGLLELPDELLLHVISFLDTNSRVALSRTCRRSYSLARSTRGGLISLTLDRENSINKLPISSLQNFTRAWGQ
CV                                                                              
>Apar_comp16407_c0_seq1_fr6                                                     
FCSFLCSGLRSQ*NPMFWLLCLI*GIIV*WVLIHTVGVVPAHA*AISRNRASMEPATPSLCDLPNEILLLVLQHLDGIEL
ASAQRVCRRWAGLIDTSDVSLWGRMCRQKGWWLPDQQQRVGGIKWKNVYRYHYAIERPWVCGHYSRVHSYEEWEAAKQRV
VSTQTTTAINRRDLCRLSAEQWGTVLQKMCCLP*GLIPS*YGKPTFLIWKICTEEFPNFEVRVGRIVMIHL*RLIPSYYG
M*ALGSFLIWKLGFRLDC*TQSIG*TGVL*HIA*SNLQTNMIVLQGLVGKFN                            
>Apar_comp17541_c2_seq1_fr6                                                     
CGCEGDDGPEDVPAMHRASSSTVQRRPSHSHVMSNIADMPQRRPSDAILSETDMMQDAAAKLESHALFQGANNQQFMQKL
LQNFKPRLYKPTDPPIIKYGDVGRAMYFIYKGAVEVMSEDGETMYARLGEGKFFGEVAILFSVPRTATIVAATKCICFSL
RKEDLEDVLRDFPDVALTIRREAVERFAEYKKLHAKKYDNIAVEEDQGDDALGKMRTNIEEVPLFHGCEVGFLQMLALSH
KAQHFPKDTYVMRQGDTGQDMYFIASGSVEVVDDSGTVLAVLHANDFFGEVAVFKQVPRIASVRTLTPCELYVLSLSALE
TLLPKYPEMHRRMIEVADRRHEAHMAAARRQPLPALTIQAPSVLDLALPCQDTTSKGQAEETQTEQTPSQPAAEVPVYEP
PPLHAEGGAQPNEPVYVPPQFDTEPVYVPPTYDTENVYVPPTYDTEHAYVPPTYDAPVGEGGGVGGAVNTTVDRIKRQAM
RKRSPSIAVWNGPLFIEDPTKPMRFTSVEQAGSVVEQGTALLADRKLIGHILSFLPTPTVLRMAAVCRLWKEVVESSSVV
WHTVRLEAAHKQVTDRTLDPLLLRHGRDMHSLSLRNCWSISDHALQAAAIHCHSLTSLSLFSCWEITSEGVGAVAAACPN
LASINLSNCRKITDQAIVALANACIHLRHIELSYCKNLTDVALDYILARCRRLRHLNLQRCTGLSKEAFQAFVRHRAYDM
AVLVLADLFQLDDTAVLAVAQGSPALADLSLAFCSGLTAQAMGALGAHCPDLRVLDMSSCPNAVTDAAVDLLLTNPAPRT
SLQTLVFKGCNMLTDAGLLKLNGLCSNLKTVNVANCKYITEDGAGACTSIGHVDLGPRKKPRLGASALGLQKA*PGHLIL
VLGGEFRVGHV*VCT*SMASLH*SAGHTAWRKPLVQGHRNARTCIIQTL*HPVTLTGTDACTSLGTHKHARTYSHIMHTH
ARAHK                                                                           
>Apar_comp17593_c3_seq1_fr6                                                     
KGLNCLSAEET*NTRRSC*AEKSNGKVLPLSLHLLRF*IFAFSRTGVPRGADHCSVGKMAETWAEDAGFSLLGSLPDDML
CQVITRLPSADRVRMSQVCKRLCGLARDFASGPFHLHLKSHKRRKFGVEAAKAWGPITGSVTLDDYKQGWAESYAGTKEL
ERLLSLFREHFPRVQTTHTLTWFESDPHRMTSSADIHINMRSVKHFKQTLIVHPRQLLDPPTYTNLCPHTYLPHSFEFRV



ESGYNGRWDREMLEFK                                                                
>Apar_comp17596_c0_seq1_fr6                                                     
TLSLAV*SLAGTTTSPTYPQLNPHFFPGSHFWTAMAEFDGPTATDWPDDIWFHVFCLLDWPDRCACSLVSRRLNALTRSH
RAGRLPLRLPDRYSHDPTLWPTLPASITPWEQVVSSLHVSWMCTQNIPDFAGNILALIDMAPNLAHIKIGESDADDWAVD
HFQAGSYWLGEGRG*ANRRT                                                            
>Apar_comp18078_c0_seq1_fr6                                                     
AMCGWKVLSSYMFWVHPFFIFMRKLASSSHSSLLLRFLPKLNSRRF*GCFFHQILAPFIFTHNYVHHRSKFQDLERLRVS
FLVGKAPFRVSAGDVCARVAVLRSLRKV*LNISRWWCIT*TNQLSSEDTRSCTNRFGRGVFGNKGRNQGVYI*KGCG*KV
QKEGGKRKMMQADGRLLNEPLDVEEEDHSMPPRKRLRKAASISSDDSAAREENTPGSQDAEFQRTKREASALLHRLHAIA
ESWTPEQRVVFRGDIPPELEKMADGMVNSTNCFARLPPEILLNILARLDIKSLLTAERVCRAWHGFINQHTIWRLHYERN
EWPVPRPIPEGRGAWKRKFFSTKRLYEQARRNWENGVYVKNVINANSNGVYCLQYDEDKVVCGSRDNRIHIWDIPSLTLR
TSLAGHTGSVLCLQYDEHKIVSGSSDATIKWWDIATGECTATFTHHKSSVLHLQYDERMLVSCSKDNSIVVWQVDQTRPA
HMHVIDELKGHTAPVNVVQFDKNFIVSASGDKTIRVWDRQTRAHLPTREGHARGIACLHFRKNLVVSGSSDNSIKLWNVR
TGQCLRSIDVAHNDLVRCIRMDDDYIVSGSYDTTIKLWDLSKGWMIRSFAGHDHRVFKLQFDRLSMVSCSHDDKLIVWDF
RPQDVEIQ                                                                        
>Apar_comp18223_c0_seq1_fr6                                                     
PALSFVGLCVFFLPQSEGGFCVTLSEKFGVVCYYLVE*D*NIKMSELLDLPNETLEVILRYLPFNDWFNVMLANRRLHDL
VSRRGPFLALHQSQFKRLVSFVRTENATQLERVSVAYGELPLRKGRSIPRSLVEPIVMQLKHTEPQAAFVFANVLGRANL
VKTLLKCPGVDPLQWSDGIPITWAAWCGYEDVIEVLLDDNRICKAQSGRWFEQAVVWACVRNHEQIFDTLLNHSNARDFY
AAGIRATGSNYALTTAAQYGRKNIVRRLLQHESTDPSVRDNEPLIGAARNGHADVVRLLLKTRAVDPTDRDNEALIQAAD
QGHMMVVHMLLDDGRVSAWAREGEAVRRAAKRGHNLVVDLLLRHTQSQLGGMTRAIPVRETSSAGVMLAGCGGA*TCMLF
N*LIVAMKFIRINLFLYYFRTLHMIQGACCTPNCC*VGGCA*SYDVGEDVACSK*KWCFLNLVGKVLCFCIFYPREYRV*
IVYAKLHAIHEWWGMGMTMVMLVETQCPYFLAKIGARSLPMENPVMAGRIFEC*IKVFN*KK                  
>Apar_comp18321_c0_seq3_fr6                                                     
FLKTEKLEGSFVRILNMQVVSDADFSCCCWPTFLLLLAAVVPLYALGRQAEERSASTRGEEGHMSLPAGQNGPLYHLFPE
LLFKILRKLPSADRLSFSLVCRHFRNLAHSPEAGTITIHMPGTIQRTEHFEDMIWRDLETSKPWEEAVGR          
>Apar_comp18413_c2_seq1_fr6                                                     
RG*S*KKARLWVPGPPEPAT*IIGPTATICH*N*DIVNQVSFCFFTLFHAFFSFLMFLLFY*LYHSCR*FSV*VSVVGCG
WQGLAYIGARLVFPSTPSTMGDKSKNGGVLVPGPNSGTQDAHLLRLPNEILFKILRHLPIGCRLSFSLVSSRCCALARSP
Q                                                                               
>Apar_comp18466_c3_seq1_fr6                                                     
RVRVLVLYY*FHRLQKTVISSSIPNKIMSSCTVANMADPLALDDILIHVISFLPFRERVKCTLVCRRWAAIVRSTPIDDD
MHVHMANESFLKCTDTRQPPRNLRPEWAATLRFVTLGIEATTQDVTDEVCGTMLAISKHAHVLESLTVSISYAFFNQYSG
QRVEFDHITFDLSSLAAATSLKKVMLYFTSAVPMLLLNTQQLSNLRVLRLFTTTLI                        
>Apar_comp18522_c1_seq1_fr6                                                     
GFVTVPFL*YVRTLPEFALRQGVRRIRKL*GKQLCSSYCRLPLPTPWRSYNIDAAIHITIHDKRELFVCHWKPYAVGPLR
VDIMADDKGLGGPSSHLEELPCELLGLPDELLSGLLSWLPLSDRLSLGSACRHLRTLTLSGRAGTFTLTNDHLNRVPDMI
LDGGLGGMVTGLRIYFTHLTQYLENENVARSGGVVAFARALPHLRAVQLSIDNVTALDQDPT                  
>Apar_comp18628_c4_seq1_fr6                                                     
VCILPNLVVSH*RVGHQEGMTSSYVASSCVVEEHEERNDGEGTGHASPPSLLLLVDDVIWTIVRHLDYKDRCSLGLTCHR
LHSLVKSHCGNLPYP                                                                 
>Apar_comp18929_c0_seq1_fr6                                                     
LWGCQLRIVVVVNSLRPGNKQRGREH*DNLS*ALCCRSCLFV*RVVFSHPVGIRPREDHSPSLRGSICIGLILSLGRAEH
KNPML*VQVDICTYT*LTQLYRNQRVYFCPL*PLFAVMVLTYALSRSETFLTFCKSR*KMPQGVGSSGVQPHAPTKHLSG
TGADTEAINIQGLPVELLPCIFYFLDVPTVVRVCSRVCRTWRDAAKRTVLGVVRFLPVYAEQPERLHVVLRNWPRISAVS
FPTVRNRAVNCVDGLRIRTQLQHVDLSHTRVTNIGPLADCLALQTLFLDHTEVADVSALSQCSNLKVLRLSQTMVTDISA
LSHCC                                                                           
>Apar_comp18929_c0_seq2_fr6                                                     
FLCSARPKLRIRPMHMEPREDHSPSLRGSICIGLILSLGRAEHKNPML*VQVDICTYT*LTQLYRNQRVYFCPL*PLFAV
MVLTYALSRSETFLTFCKSR*KMPQGVGSSGVQPHAPTKHLSGTGADTEAINIQGLPVELLPCIFYFLDVPTVVRVCSRV
CRTWRDAAKRTVLGVVRFLPVYAEQPERLHVVLRNWPRISAVSFPTVRNRAVNCVDGLRIRTQLQHVDLSHTRVTNIGPL
ADCLALQTLFLDHTEVADVSALSQCSNLKVLRLSQTMVTDISALSHCC                                
>Apar_comp19084_c0_seq1_fr6                                                     
RLNTRVNEYVIESCIFEREYSRLLN*FRRASCSSNRQSLV*CGSIQNKLPSHLCFWMSSFCWF*VHSEVPRRSSAF*VSG
SFEA*TLG**KNSSVFTSCLSTTL*AFHETTSTV*FLDYFS*LLVQARACAHIWIICAKECFRI*FYFCGLPASIFHPL*
LNRQAATFDQ*LN*TLADGQAWCGNMASNGVTGRAAKRRPVGDLEARVVLNVGGTRFETFCHTLQRYPNSPLAALQPGAH
GEIFLDRNPKAFEVVLDFLRSGKVYGGQMADSRVQEEMAHWGLTSYASETLPNHILLMVFKYFPLALRVRVLAQVCRQWR
RVVMQDRPDVHVKCMVLGILPESAPGTDEETEDPSSGLELTIAQPVARRVAIEVDMQGPDSQLPLFCSAPRLARMLANHL
DRQAPHCQGNLVLHLTNKAPLRYVTSLTIRNSNLSRTDFAPLAGLGHLQFLALANCPGATPQLLASLQRLPHLHGLDLEG
CPHLTGSKDVLPTFEYL                                                               
>Apar_comp19833_c0_seq1_fr6                                                     
SS*WLGEGEISTDSVFFCLPNMEQLNEDALRELFQWLEPEDLLRAGQVCKGWSVLSRHNVFWRRHCRRWSHWPRDGPSSW



GGGRREGDREEGGSGDEEYWLKCYRRRVGMDSDVRRMLAQAAENRHQRLSLLCDVGAMGMSAVDEVCRVAADTHTELTRA
YYAGKVLIRIKDEWAMGEWADLGAAGQQTWENGAILIAMFYRPATRKEWIIKQLDNLAAKFVRRQPPRLDTPSSARTPTT
NQNTPLHQPSSNENASSGGRYTNGQLGRITELITFLCEEEGFEGNTVDYYTADNSCIDQVLKTRRGIPITLALVFLSVAS
RAGIHLEMVNYPRHFLLRFKDNDGTNHYIDVFNKRCLLASAVRSALGGDVSPDALPAADVSPVLQRMTQNL         
>Apar_comp20729_c0_seq1_fr6                                                     
VCVCVCVSDSIDMINRIKQFWF*KLGTIAEKPENSFGKVALQS*RTPRSDRWVWYMQHTEG*NIVLVGAKSSKVDTLGTD
SKPTHNTVYLP*KSRASSRQTVCSGNYYFSSVRIS*VHNTEKVNAQHINWEIKIPVWRYPSELNSSARAGW*RGHMTKDG
LTMPDTASLSQGESSSLEGSPKVRRGTLPDEDGVLIRVPAGNITPPTNHGSVGRQSMREREFRLRRASSFSTHTSGTSPL
SPSTSATNSPGSSRRPSVSLSPSTNHTERDQRTNYASLSLGMAGSEGVDQAPPRCHSMQRRHSHTAIMSNMSDLLMYRPS
DAITSEDDMMQDAAAKLESFSLFQGTNREFLQRLVQKYKPRLYKPTDPPIIKYGDVGRAMYFIYKGMVEVMSEDGETMYA
RLGEGKFFGEVAILFSVPRTATIVAATKCICFLLRKEDLEEVLRDFPSVAQSIRKVALERFAEYKKLHAMKHGASVPGTQ
LLGDGQQTGTSDGTGSIFHECEVGFVNMLALSFKAKEVPAGTVMVKGGEAGHIMYFILRGGAECVDESGKVVETLGPMDF
FGEVALLKQIPQICTVRATTACEVFELPKSVLSILLPKYPEMRARIMDKAHARYSEYSIAHPNHIQPPALHAPLSWSPLP
NENANAFMRHMSAPSGAGMGADGQAGLINPPAILTPGGPVSDVSDVSEGKNSLAEGREGGLSGLNAEGKEGSRDGVVGLS
VGAPFSVRGFGRSGSLPRVEVCEVAEAQTQAMEGPRPTPHTVAEQIPIEPLVALPPRSFFEPIPTPPDIIINPRSRSDSQ
GSMGHYNFQAAPDPTPNHSVLIETDSAGVPTGLIIGAGFETLIDSSRLSLPGADGLSNFGLAQATQHENYTNHDTVVPGG
LSVSGPPEIEIPEKITGNSGHAGSGSQCIAPGGITGLVSDGGGYVNGEITPVENTTVNRIKRQAMRKRSPSIAVWNSPIL
IDGITKAAKDGPVGTSNLAGADLTPRESPLMRRPLLVNIFAHLPVRDRCRAMGVCRTWHEVISSTDTLWQTIDFSTANKI
TNDTVVDAILGRYGQHAHRVVLRNCWAVTDRSLRALSLHCRQLTSISLFSCWE                           
>Apar_comp21876_c1_seq1_fr6                                                     
IFMETLIKLCAYEKAGS*GYSIFQRNVQCTSVLYTNVSLRMDAFRDVEEQKRLGLEWSKHWTRTERSEFIDFITTKLSRR
FDMLSELPEELAMRILSHLDIGSLGVCALVSRQWHVMVGQREVWRRVLEGRGWWHPALQLARNGVDSPRAGVVAVAGTER
TEGDSFLKNVMKERLALDRNWGAGRARISVLRGHEHSVYCLQLRGNTLVSGSKDMTMRVWDMAIGQCTHTLRGHTASVLC
LQYEERVIVSGSSDKTIKIWDTETYSCVYTITGHDDAVLHLKADEKRIVSCSKDRRVRIWHPCCHGFATVQRKEDGSFCS
CRAPGYTCVRTLTGPLAAINMVQYNEQVVVCASGDRTLWVWDMATGAHLHRLDGHKNGVACFHLTDKYIVSGASDRTVIV
WSVRTGQALAVIPGSVSTNDDGLGHLDLIRCLHVTDDFLITGSYDRKIKVWDWRRIQQSIRDRKIKKDSELGGVKLWGEH
SPLVTTLDYVQANNDPNGHSSRVYKLCCDKDKMVTGAQGPDILIWDFTPVPTPTPPNGAAQ*FSTNHCAALNSIT*HAAS
RQRTHTVFTLTCHAHNTLSLSLSL                                                        
>Apar_comp22429_c2_seq2_fr6                                                     
SFTNEREPYVYICMICCTYVDFLNERV*EREREKENATFIDPQLSTQHVNFGTCNCKARMVLTRAQSKQLRSVAKTGQRR
CAYLLDLPEDVLLSILARLDTASRLSLSTVCSRLYDLTHSPRLGNISVSIERIRNSPKTKSMEALEHFIVNWVKNIDSVE
CLWDSEDSDFQKMVVFSSIVPKLKTLRIIDRQGGVQEQTCLFAHIIQKSTSIESVWLTKDVRWNPHNRPWSPEDHEAAIM
WSLVVLRCARASLHLREFHVAGFMLYLFPTNTFGLDVGPVDCTATSMSISDFSFMCHIWPENAINPTTSPLTNLTRLHID
RLYTFGIGEISALGFCRHLERLKIVHVLREPGDEIQLGEKVSLSPLSTCTRLTFLQVAPCALVNDIPFLPALKRLCVSVL
GVKPSETGLLAPAGILPMTTCTSLGVVFHYPAPAVLRQGQEPIRSLA                                 
>Apar_comp22542_c1_seq1_fr6                                                     
ELLFQIIRHLPLASRLSFSLVCRRCCALARSPQAGVVAILAFAHGKQDETVLSEAGENGSAKKGVKNEAECGEEESENES
EWGEEEDCFAVCRLGKMKVWHPAIGKIKFHFDPEWTWQNDKHRNFARQFCRELAVLTNVETIEYTKTGDMKGINEEFLHV
LFDEALGSVGGSLKSLVISSVFIQSDSRNKIVRSVTSKCPVL*SLCVDNSQVSFFEGLDQSINESNPSVRKLKFDMCLSE
DDIYVLPTITRIFPNVDEIAIDYCAPLPDDTFDFSPLGVMENLKCFWLKLLDGYENNRVVMPYLPIVEVLEIEIKGTLDL
SAIGPCQILRKIAIACDSVQGEFPNLETNRLESFSNKPELVDFDGPSPRIATGIFNP*KR*ENSPFITSHFLARG*PSFP
PSRHFPLRTVLFRSMRGHQGPMVQSYWIACRC*GS*LLLTAMESHTFQRRPNIGKYGG*RSKDASLCTTSKEFRNAPSC 
>Apar_comp22542_c1_seq2_fr6                                                     
ELLFQIIRHLPLASRLSFSLVCRRCCALARFPQAGLITISAFVVKTGRQGTDRFVVCDLDEIKPWHAAIGEVRCAFGQEW
FGGDSSEEQRNCALQFCRGIADLPNVVTLKISQQTRPLQSQDQEFMENIVEIALGSVGDRQKSVVWNSYRGCDTPTKFLR
IVWDRCPVLESLFLQSPFLPFIGGVDESTNQRHPNLKHLKFQIHLHDSLDDTLPVIARMFPNMEDVVINVRYRLPAVVFD
FRALAAWENLKSLSIISDQAANDQAVVGPHLPTL                                              
>Apar_comp24344_c0_seq1_fr6                                                     
FSKPCFKHCRGVIMRS*LKT*L*AGSVKDMCVSI**HRSVFWCPKKKGTFALSPPAIPQARLLANINSNQFKSGAQY*RA
SIRHTEMKRFFRFNARGTHNRAARVEDTPVPEQHVHVVPTMESAQSENMVGSALESAQNDIVQEVTKWEPAHEDKVQVVI
AWESLPPEVGARIALYLSPRDVCRAACASRRFAVLFLHNKGLWHDLYERDVLRGRLSTISTYHVHGTYRENYRRWYQRMA
LLRCRSANQSDHAVSFSRLPFMQKVVFVSIALPLFILYEAWRHTVFLFIDLWELVAFLASTLAHVLPEYRVRVLRQVAVA
LAGAAGCPGACPAGWGG                                                               
>Apar_comp24344_c0_seq2_fr6                                                     
FSKPCFKHCRGVIMRS*LKT*L*AGSVKDMCVSI**HRSVFWCPKKKGTFALSPPAIPQARLLANINSNQFKSGAQY*RA
SIRHTEMKRFFRFNARGTHNRAARVEDTPVPEQHVHVVPTMESAQSENMVGSALESAQNDIVQEVTKWEPAHEDKVQVVI
AWESLPPEVGARIALYLSPRDVCRAACASRRFAVLFLHNKGLWHDLYERDVLRALWGVQGARSELCRLSTI         
>Apar_comp31212_c0_seq1_fr6                                                     
EL*NKNAKLLVFLRMVSRRFSLSFFRRKTSCCENEGVR*LRFYAVFCPSHSFTSLRLRLMEQGAL*FPFSRFLP*SPPSA
SIFLKEPVSSLLA*ILPFGGTCPFPLGR*HPP*FVIMARACLLAPSNAPSELSARARPRRKCWSSKPTLCIPSSLPTTFS
TKKTSMCHQGPPPVALLTTDLLISIMRFLSPADVCACALVCRVWEEAAHSNLLWHHLYERRFIFAPQRSIGSGEWKRLYA
ERAMGLEEVLREEFFVDLKQLGLSPFARGPVRLNVVGDRRCGKTAFLDTLVTGSWGGSSYTGYNSRIPVCRTLGDRNFAF



FTMDTTDEVHSYLRTHTEPDVNIVCFSLTNPVTFNGVQEWVDALHAQAPHTPVMLVALQLDSRDDGPLKEQFAAMDPPQH
ISTAEEGLQLAKRTGAVAYFEVSARERRGLTQLLRAMYVCAWNARQHKHRQILFHF**WRGSGDGNEGGEEEKRWN*LTV
D                                                                               
>Apar_comp69186_c0_seq1_fr6                                                     
LCMVYMHFTCGFCLIL**FIACELCHLRHTSDSINGTKRGQRRTQTENGGLGFYAGEC*ISDGAETNS*WCWWLANPYNL
*PILVLSCQEKPFPAPFLHTFAPVRIDVLHRQHFFLFLLQQREAIMRLRPRNARETPSAFKSCNNSGHIASWSEEETQSA
GGFVQTCKGDEKPTTQNAPAGRKIARAIRRRAQPSSDLTQASSDFIPATLDRSPNSNQSLASLEGTDSGESEEERKEITS
SSNHETHTHTVSVGARKLRKHSHSSEWTPHIMTRRSQSRTLPALPSEMLLLIFEHLAKTAPREVLKLRAVCRWFRDLVDC
RPVMSVWDTEGAKITLASMHAGALRVVKRAADCGNASAAHFYGMHQLYVVSTPDATCEGVRYMSQAAQTGHMPSYFSLAI
LTHNSDAPCLDPIRHLIQQGQYVPLVEWEAKEKLEVTKKIAITSVNAVIRAHNTVNPPPGKIPTRHVVARHLLPVPSQCS
HEACGRKETAGLKLKVCSRCYGRKFCSRFCQITKWQTHKTECTPAQ*PLGFVY*NKIC*MLWRGGGTIGSVFFSFQRMVT
HELACIFFLLA*YFLPPLVCFRCP*PR*YPLTSSPIMHGVFRICALQFDVLWHIVNPIWIWIMFGF*YSSTRCP      
>Apar_comp257791_c0_seq1_fr6                                                    
FFCFQSIP*IPYSPTSCKSCRKTRRDDFMFGCINYLLKVHFFFLLLVNKRLSVDLLAT*TGPGAGT*QP*IISFTSRKLS
CFSFHAY*AYTHVEAFPTGTMSATVECPNCLSHFPEGTAAEHIGSCNQLDSANANRLSNFLQRARSDAPSSIGATAGVQP
QPHTLANGAKLPLGNALLPPEMLAFVFSYLDLRSVAQCSQVCRQWYAVSKDGRLCRRLDISCSLRHQLD           
>Apar_comp276228_c0_seq1_fr6                                                    
TEKVAGGDLRDEGASLLSLPDLAIFRIVRFLPARDRVALSRVCRRLRAVARDRQSGPLKMPLFRTHVAQIDIENHLKGLR
FNPWLPAV                                                                        
>Contig1457_Corallo_2_fr1                                                       
VCHITVYLQTTSE*QALYTLSELSV*PDQARGG*SQVYIAVGDNKRG*IVRAGMSAKLKTSAPVPAPVNDNSDWAFIQGP
SLSRTESGVSSEARRMRKGKRRATVSSTDESDVSVMSPRESENTFSSCFSPRSTMSGEGAEFPFGSHSTGDETTFRIGSS
SAYRIASVSQPPSRQGKRHDVDLERSARRLFPESLLQLSPDEEEEEFLSASEWDQSSSSGRKRLNSCSAASDTAHCIDAS
FDTEDTMDVDTLQPIHRILPRETFSAIMKHLDRQDLKECARVCKDWRELVYDGALWTVLDLFEHQSRIDDTVVRQLTARS
HIYLRTLSLAGCTNVDSMAMSAVGRHCSLLKHLSLANCRSVENATIDVISSGCRLLEDLNLTNCVQVTDDALFMLGSRCK
QLARLDLSMCSKITNTGIVDLATMLPKLKCLFIRHCKNVADGGLRALGKAGTSLRIIDIQGCRKVTDAGIRKLARHNPAL
LGICISDCAQLTDNALESLGQWCPKLKVVEAAGCSRFGDRGYDALTTGCSQLVRLDLEDNGAITDEALMSIARRCHRLES
LVLSFCDNITDEAIQTLSNSCPFLAFLQMDNCGSITDTSLTSLSRLPLLRHVEIYDCRQLSEKAVRRLIQTCNRRGKAIR
VISLYSLGTTGTSAMSRVIVSTAGRPRTPSAMADDFDTPPNLDDPDLYDFDIRHRCACTIL*RCASRM*ENKRSVSCPF*
VFILSDLRNTNSFVFSTTSISLLP*SFQMESGTFKSLFTCVLCIQSFPTCCVLQDLRIYIFRSHKDVAHNATANKDFFHS
EQVRILFQSFHLNVIQFNIKKLIDAL*PTPDLQVIL*FYCNWFVHQSSEKRKEKHVCTCPVEQS*VCKVSCF        
>Contig1796_Corallo_2_fr1                                                       
IGFANKEK*M**RRGTLEDKR*EADGIRIDISFYH*QNSAAMFSMMSGTEYRSPSPRRQGVASNIRRRRHRVVTITSSNG
THGNIVIPGPRMSARVEFLGFGYKITPAEAHDRRGSRTSRGSRESRSLSRASTRVPREDSEAQRQLIYEMPTPTPWATPP
SSPSPTKTYRHRFVRRRYRSPTTNTVTDSLNCQTVHDDDNGLLAKLPFEVLEQILLPLDPQSLMELALANKFWAQLILKN
ADIWQRKYLHDEVDWRWAPDDAFKRIAINMSPRSIDAETEATALAEDTESQQEERDQHPGFGGSSKKRSFSAISDAGAES
RIWRYRYWRCSNRPEVEPTSTWRLMCRSLKVSLGLYGRPHRVMLFGPGLTIPGASVLSRFLWKAGPEFSVKGLVSIGSGM
GSGVDARFKARPLHLFPLYGDFRKARMEAATAHKANRPRYLDEQLRVTPAIAQLCSMSDGLMLALYGEVPHDALDYWHGS
TTILSAISKEVPMDSPLAILVFYNDLEKCIPCSKLIEHMDLVSLQRPWHIYRVHLHDMEGLMSGLNYLMDHHVSN*CGQV
KITHES*M*RCEVRTWCSVSDFGKTCNIGVYYKP*CRNKSCMRFVCVEMGVGLTL*LCVTCVWVVSAMKT*EKLQIVRSM
CMCEVCGVDA*PTVSTASARKNAKTFGYQC*SLTYVHANCP*PGNIGRRRQWTPVRRKQRNTDSLLVLRAQGAHSLTGTP
HLGVADLFQLLLQRLAVVGTRVHVQGASSLRSIADSLVQFLESRLRGLVELRSPVQGTTLCSGGAVGVHPVHTLITDQWV
QGLGGLFNGLVEGLGGGVASLAEDLVLGTEHTLNSTHEHTTLTRQIAPYFLLKGSLINIASTYGNGNSLSTLDSLAADVL
EHRVRGVDAPALQEQVANGGTGSLGGGQDDINILGRNNTGLLLVDNAETVGEVQGLAGSEVGDNLGPLALLSSVGQKVHD
DGTLVCGLLDGKQVLAGLPAVLQGNLPTATVLTHTNNDLQAVVAGVQSLTAALGAVSEHGKGIVLKDLLELLLGIVAALN
DLLGGATKIQGLLGADGLETGNSSGTGGNGSDAGTVVASSAGQSAEPGGGATAGHADTADGGGSQSSGFLHAVHGGNSDL
LSLHSSETNPFL*ETRIEHSGC*MRMSVPALMYLY                                             
>Contig5187_Corallo_2_fr1                                                       
NGKRL*RLKRH*KLDSNGVLD*MITHNTTPQSGQAGTAMDTDHEPTIERLATDFCLLSEKDQNSFLKTLIPCLSSKQHNI
LYATLEESLKRDFIKDLPQELVTNILSRLDFKTLCAVSAVSKTWHKRADTDSIWEGQLRAVGLPLQDYTDNVVELAGEEK
ERTAPHTKRHTLMVPNRRQQSLAKMDIDHLSDMDHDYHYKEIYGRYLQLHRNWLEGKYKHLALSGHTKSVFCVELLDHRR
LLSGAFDHSVRLWDIKKKQCIRTFQGHDGGVCCLQFNYPYLVTGSSDRTLRVWDFKKAETKVVLKGHQAEVTCVYWQGER
PIVSGGCDFNLRVWDVKTGLATAVLQGHSDYVIAVTYDDRQIISGSFDSTAIVWSWSDYTIVHRLEGHASGIRDVKMTDK
YFITASQDTTLRLWNRHDGVEIRQMVGHTGEIWKVVLTDDSGTFLLSAGFDRHVRYWDTSTGNCLAAYKTPHRRAITCID
VAGALLVTSSFDKTISVFDFDPGRYPVCNV*NDTRSVPTCSLHMYHSKQ*YHLE*TVPWIE*AT                
>Contig5429_Corallo_2_fr1                                                       
SGLLNVRRIMI**GIYYKGTVQIKGLQRMDKSRR*NIGIQSNCHWQSWGTIDRMVVPGGLLALPQEILLNLVKLLEDEDV
FNCAATCRSWRKAFLSPEVYEALCTTQGKGLTLPLKDEEANVQQALRTVEARQKVLKIDKRIMQRMDIKAELDRLLADSD
GWLSCIRQPLHNGDGSELTNDRDQINSAENDELLNTHYRWACGTIRPAAKSSWHDFYRDLQRFSREFGSEVVVSRYIAYA
ISASTTDMEYGGETQTLGETLKPGSMTFWSSEGSEDEDSSEQLMYGIQSGVALIRRVCVRPYRADYQFGMPTYAPKYIRI
SVSMEPDSHYTFVSEPISIRNEDQLQAYELPPTVVLGRYIRIDLYGRWTRQQFDNKFYTVIKDVRIDGMRACALESLGLH
HLSKAVAERAGADVELEKNKRRLPTSLEDLPKKTEAINLTPREDLMRVQKWIAQGKFTEAAALVAEHPVGSPVRSKTTLD



LFQKATEEFVLSKQAAQQESDVTAASRGSATSNGSTSRRSRSGLLSFSSHAGSGKTPMRILLIHLSRGRLSEEETLELAK
ESVHSNDPDLLHHCLSTGKALSSAELGDIMRQSKPETALWIYTQAHCIDRIMDCLIELGRVQSLVTFLSHQTALRDINDE
VRMIITSLRDRGQVNNAYTFSLMVLENVDGVDPTVVLNALDMSPDEYDPSSVDRRLDELRRIILRSNLAHRVDDDGLDMI
IN                                                                              
>Contig6094_Corallo_2_fr1                                                       
RAVDEIFKSCVGQIRSSVGADDTPCNGFEWTVVLVQSVFIAFGLTSLRDGEADLNQYLNLRNKGFATIKLTHPKLGKAAI
ENELVCEIRLTKDTHGIHMWAKSFATRKSDEKQPTQIERADSVRYHLSCRNVLRDDAGPLRHIQEKGATALFRDAGGIEQ
SIKDTICMPLSLVAADCCNTKYLASLRDLPVEAKLQVLAKLDVASLVEMSRVNREFRAAAKDERLWYRMYFMVFLQDKIL
PFDAMKSWRSAFTSRWTELSRRDRSKRLRRYPSRRSPPPLGVTQLFQRPPMAQGPFAQPHYPPPHPTMMQVDPRHQRPSQ
FGTVPAAWSKAGSSNVRGPQGRVYGFMPPPM*P**QQFGIKVMHMLCT                                
>Contig6890_Corallo_2_fr1                                                       
I*FDKDNNEGNKDGMMWTDLPPELVARICRFLPWKDAVECRFVCRRWRSMYSSSEVWKQYIESVFGEKFEASKRFECKDE
VELQFSHPWALFTYLWLDYRYRRELLRDTLAGAGLQLQIPFDDMAHWGAAPVTVELSFDTRFADRTTCGTVIIRILSGGL
ADDMNVEVRQSVTAEIALRPGIVPRDGVDEPLVRISDLRIDGSQRWALMDVFGEMDFSDIDFVLRWVGKGNGSRMQNGTW
PTCYAVIGERELYGAAPSEMKAIMKRIFRFSPRPTSTQQQ*ISPPHRSFPETPSVTIKK**MTIKK*LPCPT        
>Contig1119_Corallo_2_fr2                                                       
SCSLRESRQAMQTALTRFKPSLERTRSLLIQRFTGIGKT*LAAAMRKIKHSDESGHYEQELERELFLEDFRKEWAAEIKQ
HAETNVTKSNTFQASSSSAQQRSGDHVVPESSVMEEALEYFEKAVALEQAGMAKDSLPYYRKAFQIVPDIDRKVEWTRRQ
RKNDSQKASGSKGAKVESSEMELQTVVPETDYHSGSVLIEAFERMSVAENGPITVQPARPTSKTHIGQLPDEIISRILRY
ALDSNVDTRTLDVCAQVCRKWYLIARDPELWKAACVHIWGPNGAHDPRYNKEWRRMFVDRPRVRLDGVYIGKSEYTRHGE
KTIDNYHPLHHVEYFRYLRFLPRNKVVYTCTPEAPQTMVTKLKRGNLPAGDQAAVYGEYFLTGDRVIIMAHKAKGKKLDP
WFRPRTTHMELSIVSGKTRRNYRLQWEMYKIQNFNHDGSTEETEFGTQFGTGFEDMIFSKVKSYALL**VCCSNHEHKDN
PNTASRVCELQVYWICACYTLLLYSVLCVLRCRHRHGRH*SNQEGKGATQRRAKPKPMDLYLHNLANGSIFTKYGNDISQ
GTGLMTFEYFLDRTGTRISMKPMEPSTSSPVFFIS*SY*YEFSTYKPWSCWRWTWRSEGCSTVLRCLSFVIVRWSTSWLS
GALYWRQDTWVAVTSSTPYP*PSYCLAVVGAVGLRKGSTSSRLPPLPTVT*TGLLGLW*CESMMPSSRSGVPQRAGQLRS
YEWIWPLK*TSTLCLIRSSSNPHLRI*LEPSPVMTQMPSDKVLAFSPQKYSRALQCIGRCPSTMTQGVLVRSTAARSLSS
HSYCSRTEVSLE*KYSSVLKLTR*TWGMSMDQYMGLVDLEALWGRVNLLR*WLKSYQNS*LPIVVR*GMREATG*IARMK
PSPTVPLSVWKS*AKSPSCTAPCRASSRARFSIRDRDTGFSYPMSPHMISFKGSSE*SLLGKTSSIIVEDQPTVLSPTW*
RK*RWPPLDHFLRSTTTSWKSWSKLPGSLPGS**SQLRPVKISPCSSYSSWYSQMLT*AL*CESGSVPFITRGVTAVAQR
KTYSFLCPLRLYGPTWICSGGCCTAHPQVPTTATKRTRIA*LRCMVPDNLPCPRLNHA*RVFDASQ***RKTCQVPLMDL
SAGQSTQLFLSSSATHNSTPIRSPPNHLAF*LCS*FTLRAKKALRAIYNPRNFALTIASIRNLSLWGSKFPSSHT     
>Contig2862_Corallo_2_fr2                                                       
LISDGYVLMTIWRSGNTCRCFVITPR*GSAMRSLSDVHGLFGSSKVLGIDLSALESEPSTYERDRETVLKIFSRLPQGQA
FQLVKDVVQNARPSLVQEIADSMQPLVRRDFLSLLPEEIAFRILLEMDFHSLLTAASVSRNWNRLATDDRLWRRKWDSVG
WRLSRGEKHLRRKGLLSWRTAYVSRLKLERNWANGEYVAQSLVGHTDGVSCMKYADKTLVTGGHDKVLKVWDLGTGLCIR
TLEGHDHYITSVQLTPRSQFGPDDQGAVAYSSSWDGTIIAWSLGTGEQIARTRPSDMNIPVLTLSLKGRCLVAGLMTGSL
VVYDTDGLRQTRTIRAHNVAVNSTDLDANWLVAGAADGEIAVMTARTGANHRRLSGHRAAVTSIVLQSKYGRCLSGSCDQ
TIRVWNIETGEAFMVLNGHTAAIHSISVEHDRLVSASGNGTLMIWDLHGGQRMHTIDEHRAYVSGVQCDCYHIVSCSGDR
TIKVLHFAPDAPSWAPGSHRPRARRVSSHCRISIQPIV*SCLSQYKTFSIFFI*RWRMVSFLNSLCILVEGLAEIVMLKS
LLCTNTPAWRVL*HLR*QILAKRIQVRDNLLPR*RRVFG*VRGILLQIANTPPRVFCGRS*NLEYFVQLVLHRGAREHGA
TVISHFGKNTPGRPHIN*SSVALRSH*NVWCPIPQGDNFIRVTTNRNTKCPCKTKISKLQLSPFVNKKILWLQISVQDVE
SVAVVNTPQQLHKERTYRCCGHYSCGTAIHPLLQILLTVLKNESQLFICMKHIVKHDNIRVLEFLQKGNFADGCARHTFI
FTVQSNSFQCNNFSCVRILCLIDNTVGALT*FVDLLIFIHGF*SLCWMVLLWYTTEELIASAWLIE              
>Contig4780_Corallo_2_fr2                                                       
TALVLHL*SWTEPWKNSVISSKQDRRGQNSSVVSSFTTVPLHLLRSSCWPSG*PTGKTVLRGKPRWLSWLKSIASTED*E
SPTSHCMEHCRQSSPGTKPTNSHWLNRFRTSKVR*RYFVQN*REQRKTRTKQKLKVPLCVRSRQIRPTGQQKPSPEALQN
ES*TKNRKRFQQSKNSWRLNLRQTSLFCLDWVSLVSILKKHSQRTPRMVLTLGASEEVMRIFVTDKDGHLISTEVQAPLL
HLGRKLLLDLNDDVVKIIFRYLEEPELIAMSHTCRRLRALANDNHLWSSLAKKHLWYPAAGHEIVIARKLYLDSKRKSFE
FKQAWADFLKFHSGATATNLSLAFGIPLKTIRRLESELGHALPLELVTFYGICDGQILQPGVPDLFGGAGRLLSLEEAVQ
AHKELAGNTYAVEKGPYLPLTQPTGRYFLAADLVVGEIVLLGSWAKVKQADSFTQYLLMT*AESSPIHLVIGIVVAPDR 
>Contig8074_Corallo_2_fr2                                                       
SLQSPRERNETWLKRSKSQSSLGEYVEDERIDFVSDLPGEIVSSILLRLDNTSLAQAAQVSKAWNASIRDGLLWRRKCIK
DGLWPIPRTRTTSMLSRDGSAGDVTNEGSDSHTGSWRKTYSNRHRIE                                 
>Contig808_Corallo_2_fr3                                                        
AQECRIGHSMLIM*KNRSRKDHKSSKLMEIPALPDDVLVRVFKFLDVSSVAICREVCLQWKQVTDHSGVWKAAVYNEAEH
IPDFEIDSYRDRQTGATDWHHLAAFRGSTKQRAKGLRDKLAADDFILDEDCVPLSDVLGTRQLTRLEAYLLTRYLSDIPR
SINHEEGDLTEDYYNRQVLNEVSYMSTLAEMKCLRRMPRGMAVEIVERGAILVAGWNNPHIVAQSVQKQLDELAETLKNQ
FIMDPTDPRRTIESFGHAYVSELGFGRETGGTYDADGSFIDIVLARKQGLPIILCAIYAAVARRCGIDVEFVNFPQVFLC
RYRVSDDQERDDDNYVYIDCYREAKLMTRREAELLISMPGLASVWFRAAEGPAVVCRMFRNLLRIYQIISVQPDKLYQCL
NFIIALAPQNVDEVRLQGQLVLAYKPNRSNEAARFIGSLLEDIEGRDDQQLSSETEPDVMQFLRQLHSAFKTQAELNRRQ
HETNLRNAVLLQKLRDPGSAHEYVKFCVGMVMKHRRYNYKCVIRSWDPGCQQSNEWIFRMGVRSLERGTEQPFYHVLVED
GSMRYAAEDNLEICETFEDIPHKDIGRYFSRRVRNFYIPNSQLRKFYPQDDPETLIHQLSGA*LRSKRARKAFRDVLAKC



ASWSTVNVHITYPPMNQAYLPRCDSRRNLIFSFEGHSSECTTDTHCHGIPLDIAQVRIDMQSCSCQHAGLLASSKTRCEQ
RLEQSFELGG*VWKLTLTTHFSSPQTQRGFLLC*LWLWPYAFKCSLLVFQKPLSVCCRLFIRLGHWPDIAPCHQSTVKIR
VRSTPQNLCLVALCPIYPRGFAIKVQMKQSVDLLNDPPGRVLFLHCPVRAGLFVWRAPEGREKKFFSKVGDRQSSSSNCS
GTGLTVAASGFSLSRISCPQRDQKSRAH*SRHYCVKGVGERQ*DTGQIAV*STCYASLPR*DQLKSPVLFVNLRGVRAMD
HRP*HCIPVPILDKLKPFFKILGQTRIGAYCRRKWARQEQLQSQSTAQDKSRKRIRRAARSLPLLFLFVSSQW*HNCAYR
CLTYLSVRCVTCCPSNSLSLPALRLCLLLRQRSRRVEHCNRHRCPQGSRFGWNQRRGNKKKEAAVVRQRYRSVRYTPGRP
TSPPPRGRKGTTVNK*GGGGSAQTKTLSGAPVDNIWRTDLPQTGHRRGEGTDLAIFALFPFSLATDRAVRLIGLLQ**QV
FHTHNSTIWRRQEVSIIFYIGYVNLRVVTDSPWLEQIINHLEAQDGRVGHFPIQYTLWTCAPKILIIQ*QAKKTNTK*WL
YQKVPTS*RRHGRMDGALVQSPVPRLKTIGSENMRGLVWLKRRKSTVLSLHHWDHRYYALTTTNTSSMRKLGEMALVLGT
VSALVT*LGWIALALLGLRLQRNLRLHCSIQRKLTL*FLTKV*PRSWRTQFSLRDSFPGKTRFRPSMLLVWHWFLILRLI
GLEI*VNG*SQIVSACASSTKRCMRLALTNNIAK*HSCWMILRERPHGSSRWSVTTTIVCLSSSALKNYGKLVRRRTLCK
*CICCALGCFAIWVAC*TISCTQRHMSALKFSSSSILTRLHTN*NRLGKLTFPACPL*KNLQCLRTFAAPSVGLHCL*AV
EVP*QCTILGCARLYGNKAFYPAF*VAHPAAP*FPVCSAVRRTKTCTNCLRMTDSTSRPLIIMERRGALDAKFSV*CPRD
IWYPTTTFGNASVATQEI*PSESPTI*PGGF*ILASTRHKSMRDLAC*II*PRPTSPFGVVHAQAVRCLV*CRV*SLWLK
MTRARLCHGINMRVAGWTEVWRQICPCCG*ASCSM*TTLLCLK*TLISTPSCECLIFFPSLCS*LAAPR*GTAAAR*STL
A*SQSSSLQSVRFWLRTITEMSLWHLLCASGISPRSFQTLRMRLLRTALRPRSLRRSVTCRPFRIIWRLNKSSIALLLTC
ADKLS*APQTSRVPIVPSAVSTEYLGIQT*GQPLAKSPR*HGATPTGAE*RLLRFPNARCLRRRSQFTRTRSLVELNLVR
LQLMATS*AIL*RMFNE*YITSFIDK                                                      
>Contig3310_Corallo_2_fr3                                                       
SKPLCGCVVGALHVCWNVRRLSRFVLAHEDLK*S*SE*SASDLQGM*MMV*DVCLRVQNSQYMSKKASVDLPPAQTASFD
VLYQIFSRLDTTSLLNASEVCKWWYQVSSSGQPVRDVRRLSNVVEEEVTGPPSASRSPDRTVVYEDLWERAFRKRFGRER
HRRAVEEAWKILSPVELEQTTPSYWKLRYGREVSLSRKKLLTSCLMNRNHFTNLPDADVIAKKLGAWYMCNWYYHAPEGT
GWETTAVRASRFDVQRIYDHVLFVPPTVHGIGKSLGVARLKRFGCRADMIVRIPSLATPAGQVTRIMESHYSETKMASLE
INSRWFDTVVEVGEDDMIILVKSGDFYVGWWKKTKAGPGKWWTRVDNVAFVLWSLHKLTLIAAFKPAKIINPKPMRENTG
RQPGAHGYTVIINLLGRLSSHQSAKNLSLSNLSINSRTSSPGNSMGSLHSSNSSLRRRSSTSLNIEIVNDAELWLEKFTD
LKATLTSKQPAMITLVQKDWDWDSAPMIGKLERLGVAYTCDSISGQLDSFMVVQCNITDDYGSTLVQLSEIGAVAQASKL
PTHMMVGMADRNIARFQVASSDGTAIEIYLASDAWDTVKVVHLSVTVPLRIINDWFGADYTAISFPHVS*IRNENHKQLP
YLQAVLTFG                                                                       
>Contig2727_Corallo_2_fr4                                                       
I*CAVTIQA*LWEILSSLIPSIISMRDKECRFTM*VSWFNPRIKEK*FKERTDKATLKFFPERKMNSDKVLEWYEGLFEE
EAAKFINSLIHKSNRQRRIQLCNESYGLLRIDFITELPAPLAKHVLSFCDAQTLASAAQVNRRWRELANDDNVWRHLCAQ
HINRKCVKCGWGLPLVLEAAKTQNERVKRRKRHWKDVYVERLRVERNWRRGCFTLTRLKHNEGIRCLQFHDDRIVSGGVN
GTLRVWDSRTGHCINIIKGASHDTIMCLQFDKVKIISGSMNGIVAIWDFSGTCVRQLEAHDGPVHSLQFDDEKLVSGGDD
SAVRVWFFKDRGENPVTLCGHSAAINSVRIHNNKILSGSEDSTIRLWNIEDDRSFHCAAVFEGHDGGVTCMQVSHNRVVS
CAADHTIKIWDLETTACLRTLFGHTDTVTTLQFDNLRIVSGSDDETIRIWDRDTGGCLHKFQAHAGGVTCLQFSDSRLVS
GGDDGMMRIYDFAAVCNGGKLTSARQRPLSEASG*GNHFDH*PFV*YKPFNIQYRSSNTVLL*TC               
>Contig3309_Corallo_2_fr4                                                       
VPTNGRVWSDIDNIKIVRTQVSETRNDQIHITKGCMAPRTLTNMNSEQTTPGDDLGEAGGDEGGMIDGKRGLEQKHRVIN
NSKQSVSMITTSFNASSAAISLPGSNRNALNIAQLPDDILLKILNYLGPRDLARASASCTRLQAVSSRLWRRHYKDLVRP
RVRQPRVLICLGEAHRTGDLSEVSESSCSDVGETVMTDRTAADQEVAELSQGIVGSPFLKPTHIPSSYTNSSMGIRTVDW
HGAFVSRYLDHVRHRRFFAAIDREPLIDPEAQAKVTRCEAEWGLKLPVAVRNFFGLKHVQRVVYKIFPTNNRLLTPTNNP
SDWPLRDTDRGRKLLQIMEDNSGNSVFWYVMWDASDLDSVDPDPPVYVSETKLGEEEGQLVDESHLMLECQHFSTFFLTI
ASDGLAWYKEHTSNPVDFSLLDILD*CQTACIVHT*ILNHFPLSHRRIDKPRN*LSSLNTSV*SCSRSASLLCFLFPFGR
LVAFSASSASRPTLPVTDLPKRCSSAGPFRSSVCIPHKLTT*RLIFVRWALDEARSTRTVTR*NKRHVCECFLSCRVIRT
L*LS*PSPISSEPKSLVLRHSSLRSPSPFIEANVSLTWRAVACVSDRLNTDAIK*DPCSLSEGFVSRLCSGTFAPKEKAG
RYIMMPFTA*ISMTSPSTTRCWTDNRRR*SSRNSRVASRWLTLDAR*RSFMCLQRAPSRPLS*ESTSLIIRLSPRQARSR
RCTTTSA*RRMGDVKCV*RSRPRP*CE*SPVGSAPIHIYSASDMARTAICLRIDRNIGSLRSSQSLSDVARALLLS*LME
KPLEAARRASVWNPFASGRAWRRSTARLGTCSVRYSATCRLAKIMSSAITLWMGRPCFGVIPVTCPVVRSIRICNSASDS
NSRAPLSRRN*RKCSAIRNAH*MLLRTV*YSLVLAFKRAAGQSPMLPKMFLRSDKLSLRSIPGSPA*SIMLCATS*LIL*
RFFKAVRPIHTFCTLKSGSRNRQRTLTAKRSSPPCREQRFSLSCSGNMLNLRSGRYTVVDR*DASRSFALPVRTK*LTSA
MWTPSSIT*PLCISRMLSASSTS*DPMGSMDITV*VSRRSLRSRGEDSESL*MVQSLPGNSAICSSENGLIATSCSISRP
RRSVVRSPMSPKVFT**PSGILNSASQRSIRTTNR*LASLSACRVLNLIQGMFRSAGTATCWLPGTTDPSSWTRREQT*S
FQARESIAITFAFSSPLSSAARRRPASSRG*SPISSSTSMIAPSTSAASSSYFFISSTYTTSLCIARLAHFKFGTRRVVC
TGFVTRTKPYVSCPCPFDMCLPSALWNLPYITFPLAKRF*AISRAVCAANGCFSVSPLAASAGFSSLRMSAIMAPCRPSR
MANVSGWLR*SYPKASQSKSSIPMVSQPCSE*TCWLDAEQETMRTVGTSLSSAPFCCNVSYRCSPRYDAATRAALVSLSF
AVSFAGSRTANVLILCSLSNSTNELLESSIIRRSCDSDLL*PSS*KIWKVDCNTTIMGLLPPGVRFDTSSKSS*KYFPAL
GSRTYTVDCGNTVFLCPVI*FTTC*DPPLLLDFSQCGHVLKGQGVSDLR*CSRTM*TMLPFLLRILSMRSTRVPWNAWTL
SGISLISVSCVVHAIVHEKNLTM                                                         
>Contig3497_Corallo_2_fr4                                                       
QTTCAHI*PHGYLRRSKRLRKG*EFCVLHQFSYGPWATMSHKWPRKYHQRYHRTVFEQIQDQRVPNDPYGALGLVSDNRA
LFNLSEGETLTALELVFQRLDAFTLAKAAQVCRYWHRLARDNRLWNELVYRRFGLRKNANLRVLGMDSWAQLYKEWSIDC
RMPLHIRGKGSDGVSFARGCNRSRSVFVWATVNHTANCQLRSIPDDPGRAYISIVVVLQNTLAEAVYFHLEDIWLKRKDD



QYIEPFLFDGKSCGSVTHHALGPKVFVAKIAQYITMTESQLQKGIRLDYMQPQCVLMNFPVYDSAYEAQALDHFSRFGVY
VCFKDPRFTVDEMEGLPLEASIDGERKDLLVADFREKVIFDHYTRLPGDFWVFNEHANQGE*RRLPALFIFPYQHRTHTA
SLPSSSTSIHIVHTIVTTFPYTYTRTP                                                     
>Contig3722_Corallo_2_fr4                                                       
RRQMNKTEQW*SGPHFKVSNG*NNLLARMTGPLQFEELPSEIICLVSRHLDLHERLELSTCSKRTRAVMCGPNSQARLWG
DVKRTLYRDVEGEQMYLKPFFPREPNWNEMERTLRCGVHMRSVFPGSIIIVRMHCYTFKQPQHFAMLGVADILDLRDCQH
ITSTAWFGSVSELCLLGSWHISDVSTLGRLVTLDLSFCERLTDVSALKHIPDLSLKGCRRLADISGLAHGGVRRLNLAYC
NLVTDVSPVSYVHSLDLQDCTGIRDISCLTGVHSLNVAGMADFNGLDRLRQNLHVLRVSAQNKSHVQIAKNMLNEADDGG
NASLRYLEAVRVHWTPFLRAHFSMQCECAHGHPLNNRVSFDFQSTRPDAKSDNPTEVQRQHPMNGIYGVEDTRFLTSAIH
CL*GMHTV*YTLSILGISLLLIL*QVVCDTVVVIFCRRCFTWNAHVVHLCQRVFRPDILTDISLMESYHSCRVHFAHVLG
VLGCDSEPKRNIAHAKDHYPLVLRRVLCNAAEVGLQYIVSVQKTLFTIRLEPHLMFAVLCNVVKTSNMQADLASLSEFSK
ASPQ*N*VIPRNVRGPTKDLVIGVVDTLFMKTEHPVTV*TLY*VLNVLTNELCQLLKEATSLVLCQWPHGFKIGQQ*CKI
VGHLHTIAQVYKFRETR                                                               
>Contig4158_Corallo_2_fr4                                                       
RRVFESIHQHTNRCEVF*LYDVVYTLSVYGTFGSLLDSHSSISCLASLQ*RVLSESRMRL*IAYPGSVFSMNIDPTHLLS
FGGDSEDDSSDDDMDNGELERFSLVLRAMHTETLGPADRMNPVPGFKRRWKKEAARIRNSKESLDLPKGPREVNWNSLPD
EVLSLIFSNLHPVEWATCALVCSRWHRVIHENDVLWRDKLRTVLKQDPNYLGFFDQRLQLHATMNCHLHTTEECIDAKSC
RCRSQNCKQKGPYMGVKYNGRKKPLIQKDGGMTYRESFQKRWNAAAGCIDAGSGYLRCAWSHGQPGIARFCATQSTIIGT
ASMESTEAVLDAAHHLLTGDDDDVLRHAVVSIPSPQQSYDRTNARQHIEHVLTVMLERHALESVTLVPQPHAVLLQEACD
TGMVVNIGFQRTTVDFVYKFASVPVELDMKLEVGAMQVTLRLAQLLERRGIPYSNMFVVRNVKDKHCYVTEPFPQNGGQH
IGEKGACTWRVNGSRYTLDQERWMAPEVLFHPAQFDDSRHFYGTEGPGLSHFLLSRICESWESHRQGYEHVSGLISDCLS
NVIISGGGAVIPGISERILSDFRTAKEQKGKLPVWDASGSRYTPFQIPNWNPEALDNVRISTAIGRRPDSGPGNTCLEGL
QEVGKAAELPFRWTVTKKEWDEGFCDRIGNYWEMWY*SAYCGVHYATVHAEDPAPCKT*HEIKQLRDMVL*CVICMSPIP
FLEV*MLVGYHLCTG*HLLPSPRNTMIPSSLIVQ*TLCSFSQCR                                    
>Contig4986_Corallo_2_fr4                                                       
WGKNKPGPETPPPTFPPPPPHPCSGVS**ATPPVLDTNRMFIGRNTCIELETRPSQR*GLQAERNFF*QQLAGPLLRQGK
RFPEFRGQRGAGEECRFCPIPTFPPGFSALSAALW*VFASSQQKAPPLTQERRK*KKYERGLVGFCIFRNCPVCSSER*V
RGCLVEVPDYPPSSCLSLLPFPSS*WPCPGYVL*KTLPF*RKRNESGG*PWIRHPCTSHHERVHRTSPAVVFLQMTCICV
*LLSYSNIQTYINMENGRPLKRQRIGGPEVVTPIQKLPDETLHHIFSYLDVESLLNCSEVSRDWARVAKTSSLWSRCSIT
LSDSELSKNSVLNKAVSNFGAQIEAIEHLELRSPIRGDVWFQNDMFSSMIEVQEPENDGFIETLRSGLCNLKTFEADGAA
WMGKTQELIAILEGCNSLETVRLDNAKCLTTTMFEVMCENNPDLHTVSLNNTNVLDSGLHSLTESDCKLREVNLNKCISI
SLDMLEQFIRKKGKYLERLSIASHEIGLDLITLIKESCPNLKELDVRYCTNLLSVDLQCLDGVTVQENCALYDDSPESIR
AYVDLLTRSAHVY*LQYLSRT*RIPKQTMIINTYISIRNLERSFSA*SDLLKLFSDVCGNMLGHARVELRPADSSKSFNI
PEATLRRQQRRVLIL*IISADHKNVV*QHFVARPHGSIDSLLG*VCIKDVVSS*PRHARDGEMKQ*LFTSFSTSAQNLFV
AVLQVISSLFFRIFTETEKRNCPIA*RDDLSRIPFHFPKLLEHWERTLDQIFS*CLCSPTHAFNIFLTALCQFSRVLYVI
HLVNGVLIQEP*QT*V*ELT*PLESPYRPPVTCQTAKYPIFQRRKFWRDVADIDQTFTDKQTGGHIAFKFYIRTVQEIHL
FVHRITPQDNLPPHFKGPIPFQG*RRLLWSTLLGSSFFRFQFG*SLGRCLKSVNSGWRVRQGCPVRLCEINVILQRRRHS
YDSVFLHYVTDCPLNLCHNFPCFTKIYQQQR                                                 
>Contig5394_Corallo_2_fr4                                                       
LKGARGIGCPDSDAGHIDLGASLRFRVFQGCMP*SCLFRLR*DHFSPV*TFGTYM*DTDTPQPTAATMNVTLVDETIIQA
LMHNLDPTDIAQLRLTCKHFRDLIDEESTFWMDMWSAVFSDYAEVVRQVQSVDFVEDIDLQASVSEWKDAFIEQRSRTDT
ELDELSKEAEQNFLQGGRIIEEAQNSGGEGIDGTVLDSAMNHFLNAIRLCPNHLSAFSKIIGMCMLVGALDQAMVIADLT
EEIEGDRASSGLSSIVNELRNQINRRGQACQSEESDAYKLLIENDQLSTKAAVALSKVFLRFDKDSDGFLNRQELTDFIT
FAAGQRPSSEFVDMFLQYRETNEKGDLTLDGFLAHYLMQSLDDPDETMNDLCKFGFDPTLDHVDVLPDA*IRTATTTSLL
KSAFTLHFIVY                                                                     
>Contig3204_Corallo_2_fr5                                                       
SSLSLGAADSQTHISTSSPDVVGSAGGEGGSNGSPRGVASAIGSGGSGSPHRGSPRGASCSPRRASGSPRRLARDRSLGS
STSQSFTDIDRRDRMAMRHSRSRSRSVSRSATRAAIGRSPPITRFDSDSSSGSRAALVQLEGSEPNLATGGKGAKSETGP
GAGTAVSPVELRNSLMEVVNEGKTLPTAVAAARQDSTGSGLGSGAAVGITNPQFSIDEAANLQGNEGQLEGIPGHMHGAA
FGAQGDGLLSPDSLSSASFSPKGMRSLTLQPGIDYIDVGEASPTLDLSTQDIRTSSPTALENEELTRAPRPSLALKSTAL
KAAQFTDDAAAVPTPRVTPSVEKDSMDVEPSAPQQQATQGQAQPREPQQPGQSSGPNRDRVRELKGMARRKRRASVAVWN
PKILEEEEDLKRKQDRTKGVSSATGSNRGSRVSSLDKHAATAVQTVVQKEITAKEKQYDPKFGLSDDLWLRILEHVPLGS
VMEARRVCKGWKKMIMTNAALFERIDFSPFNKNVNNDNMDNIVRLLPMTGCEYLNLSSCWHVGDYGISRIAKKCTNLRSL
VLFSVWDLTSAGLMVITNVNPQLDYLEVSNCRKLTDEAIVHTVKTCKELRHLELSYCKSLGDASLQAIVEHCHNLRVLNL
QRCVGMSAEGFAIFRKHSLPLLERAEFSDLLAINDELILFMVRNMPKLKRLNLAFCSNITDEALVSIAAFCHELEELDLS
CVGANITDEGIAELTEGKCRDTLRFISLRNCPQVTNASVLALDESCTRLRTINVSNCKLVTPAVAQQCQCVEVVLISQQG
NKSPVPGQNLSSTLQRHHSTPAVSAAALEIMNSAMVGQASEKGSLRRSHTGTTPTPKSTTDLGNSSRGAIGAATPIVTRL
TPANEEDEADEELFIERSEEDPSRLGRTRSGTVASGALQALSTSASREGLDKM*FFVEKKVKCH*KHDVKLASLE     
>Contig3296_Corallo_2_fr5                                                       
ANIHSEGDGPLGSIHTVSDDNVDVMSNNLTAKMT*VHKTASRQ*VLQRVADASADHTGRSWEGTMLKPPPGIGPMSCSDS
PERSYYGVEYYLLYQTNELDKHRYEGVNDEDVPETYLSPDPRLAMELPDEALAHIFSFVSTARELCEVERVCKRWHRVIH
ESEVWYKMTVFHFDRKIWTRQKLAASPMGQTPSEIDSFAIAYSIVDAPPDEDSTWAVLYSKADLANTKESRLWKHRYQRL



FTAKLNRRRGRMLQETSKCHNYPDFVRCLVTHGPFVFSCASSFQMNCCSVAMSGFDIPLDHYKSRTLTVPTLQTQPIWVL
DVAAYHSNASSAAFVPSTSRGLPEWPGLGRWEPSLSDDGRPHVHDSLNRFSVVAGSGDGSLYSMTLDSTNWHVTQKNGVS
SAENGAELSPFPVVRRHHIPDATPNSVCGVVACGTDGLVATLDNSGTLKLWPCDTMAQVSDGITLSTGGLVQTRGLLDVD
GDYLVVGLKRSQGGYLCVYSISAIKKAILRAVERCYRESNVSKKEQRSLWDYHLNELKSLASNCLRSEERIFDCTFSALT
VIAPYAIVCEDIFDRIEDGMGASAKMYDCEHLRTVRVFSPRLMSPVIPTAMAVECRVGPRTLVDEDHLEQEITNLWKEDD
DKNQGAYVDRTTFSKLRDGRTRPLLSSYTILVAGQQGRAKLIDPCTEQILVDFLNPFAITAVQLDLDVVIMAHVDASIHV
YDRLQGNPLLKIPFHHGRVWTLRSDALRIFSGSLDGKVRGFSFDIQGRRTEIRRIHPDFVSEEDVVLAEEDELRSMTGED
NPPMEETDWDENRN*TSSTRSVDLKNKANLTQLNGTCFHVVVSRADQCLIDCNCSFLNFRALLLLLLGRRDFLGTLLSLL
RRR*FGRKCVLKLSHIKLPLATIIIHVANLTKDRPLCPPLVMGTHNAPRTANVSVGIPSVELESVV*TNGKLEGLVRGLG
PFQNLLCPVHSQEPMHFAVL*HLQLCRVPKLIMRLTLRQFVIGVNVLTGIMPMGFQGLASPSVGAVKVVVVRFVVAKIVS
QLATNNRFLKVSRGVRILGFLDLDTCPGYTNVSEVVVWRHVTKCISQGVVSVLTVDLQSLADESFQGFQARLGPGGAPFD
LLHIFINLDRLPHALPVSTLYC*VSLRLGSGHSWEFSQVFG*LSIDFVADCPRTIFLLVTGYPARNHIVSINHVQR*FLL
CQFFCSLEAPLVGNAHRREVAHHCGRVDLVNKGW*PFFGLTHKHCEGNVHSAQLLLHFFEPLKHKTVVTNGGAEIGRHET
EAYPQGNLEVIGKLPSVKHGPIVLHTLIARHPVYYTLSSLLG*LAVAHNLSPTGIKTYRVITLDIEPGRDLLMCFLCLDP
LAVSTFGSNAPFLHHHSACIQLCDLDRYVDTLSGRECRSTERTD*TSSKG*PQSSHPSAQP*SCNN*KISINANSA    
>Contig3493_Corallo_2_fr5                                                       
SISKTDQSWIRDMSCAEALEEH*TWDRATMNRT**L*TLHSEVTRTDNTIPQNMIVSVQLDELPDEVLLQIFSHLPGEDL
CRSALICRKFHELISGSAASSLWKTAAMRRTLGGRNEEFRWWSWIRTLNDQHRVNWPLAYAMGHGSVGVRQLNFSVGGDS
SNHPLVSSPHRNHHQSSNGLGLIDDDSWESIGYMPHSQKIYLFKAGKSEFAVFDQHKNNGHETNWSYWGQTKTRSQAPLS
EVPVLSFRCSKRKIQQTVKRNDSVQIAFITEHMASQMITQETDFAHLKRSQACCDQIHMAQVVPFLFNVIIANVYCKRKR
QHYVQLFDSVSGKALPGRSAVVPEKVQILDVHRSFIALAFRNSRVGIIDLRSPPWGKAVRLLGDAGEAQEALLMANMDQT
RRPILDVKVSDDGSVLMACGRDHTVRTWRISDGELVFCHRIGPKTLPRALTRPRASKDGDIRVHVAGSFTHTFTGWITNM
NVTKHSLATKTVPRGILCLIDHGGLPGVVLAGDTDGAITAWDMREDETPPYPQQINTIGFHPEESFVHNLCVASDDGMRI
CVKGFSTVSEFRVFPGRRRLYEDELDMSESDEAEEEEVDMEDIRHLLSQRTQEAVLGSAMFNPLRSVLDYFYSGPQAESA
PSN*KLHREFTKYKMIHFLSVMGPLGLRKVGICTAMSIVCLLASLVTSFMHVTASWLESWPPVVF*MNSPRISRARSLRA
RLNRVPSSRFLWLGKIREVSTRQSCNRVITCMSFSRP*PMMIVSLRMKLARSRSTSLRVFLPSFSIRSALIPLYASL*ST
TGLSGFII*SYTTLQAQSITVNRVIS*P*QV*AISQSRA*AVRFSSLSGTGKTKYSSIDT*PVSMI*SIASTLPSLAFRF
SRLRVRTPGLNT*KSQCLHPGLPLPSPQHS*RRSSPRCRPPCSPWNSPSVRRLSRPG*N*QTLLPLWDSRFQLPLLSLCG
GLNFLPHRSQ*YSRSSIRRCFLVCSSKGDGGSSKEVGKLFCRS*SRVKMCSRKYGMI*AQISCALMVGSALLARAALPLG
PSETCDNVSFPSLADSLMNFSSCAKAFRYVWRFLCALFRAISRSLASIFKSLT*SLTTGYFLYCSSNFALTISRSLGVGR
VGAGLLPSTRPRFRPIVL*SLACYSHIVTVVERYPSSSCVFCIRKH*                                 
>Contig3496_Corallo_2_fr5                                                       
KQHVRTYNRMAT*EGANVCGKDKSFVFCTSSRTVLGPQCRTSGPGSTINGTTARFLSKFKTNESQMIHTVP*V*CKYCFM
SSTVPQFTQ*FLYFGSQPSAVNRLITWSVGAKEQFLFVPRPLLLNH*GRVCKSCLLVLT*EIVENSAG*DPLVSDIIFVT
DNLTSLLAIFLPFWQYRSDNRALFNLSEGETLTALELVFQRLDAFTLAKAAQVCRYWHRLARDNRLWNELVYRRFGLRKN
ANLRVLGMDSWAQLYKEWSIDCRMPLHIRGKGSDGVSFARGCNRSRSVFVWATVNHTANCQLRSIPDDPGRAYISIVVVL
QNTLAEAVYFHLEDIWLKRKDDQYIEPFLFDGKSCGSVTHHALGPKVFVAKIAQYITMTESQLQKGIRLDYMQPQCVLMN
FPVYDSAYEAQALDHFSRFGVYVCFKDPRFTVDEMEGLPLEASIDGERKDLLVADFREKVIFDHYTRLPGDFWVFNEHAN
QGE*RRLPALFIFPYQHRTHTASLPSSSTSIHIVHTIVTTFPYTYTRTP                               
>Contig4559_Corallo_2_fr5                                                       
FSLFKIPGSSLICPGLE*IEASYTHE*NVLKMGAM*SRSVQEDEGNHMAEFDF*LPKHNGPSDKTKFVKMIGETEHTAGL
RDPCHHLPIEVWRLILTHLDPYEICQVARASKCWNKIAMDPILWEYYLKRDFGPGKDASSESWVNPLPFPELRRDLFLAR
SQKNDSYLAYREMYKMFVLRGPEGMYSLAREGIGSSPKDRDQGVEFTLGDFYFFGSRGRTTAESEDWLDYRVVEGSIISS
VAIVAMKSRVCYAPQYIQLLVGPEPGKWTTASEVFACDNTDEIQKFELRCPIQCVGTYCRLRLIGKYERHFVHGFRDMYY
VCLARIFLLGYHLGTVVPALRRMIDLALEQDAEERRMFESSTKRSAAADGTLESSKSMRATDSTATPSSAGMFSSASTAP
RVSDVSDVIGELERWADVVPTLTADRREWFVPPPTTAD*RINFEIVKAGSFFCDCPFNLPMFMQIEANHT*S*APKPSL*
TCSICHTHLLMAVPRVCIPIVKCERQEQKGCLEQSICTCCRHHHHH                                  
>Contig5102_Corallo_2_fr5                                                       
LELQKEFRVGGIHWVAVGAMGSSTARPLSKRYRSLKRKAAQPTKTLPVKRYRTQKKSVQRQNTKQSEMPVPTAAMDLIRQ
NSDLLLLIFEHLDDGKDLLQAGHVCRLWRNSAESQHLWSNLCKKLWSDKVYVPEKFKKMKVEGRAKEAYFGSIKDSKRDW
IRTDELCDFTWNFRFKKQAGTDWTDHDPWWNGRQATQLKFLRTGVIERVLVGDPVEESIPMFDLHWRFVQGTIYRRGVKG
SFIQVNSYPVEVVFRHPSNWGFILDSCWTVWTSWKMPHKDVIKDVDPHVTDDCLRIGFEEQWAEALSYNNGLAAVMPTAV
GDSDSESEGQDRAEQPEYVHVNLAIPNTDDENQLRRSQRIRARALREAIEEERALAGSNADGDEHETALLVLPDGSTVPF
SAGNLIRIAHLVRSGSEEDEEEEWVQNDAEESSDDDNEEEDEDEEDEADEDADEETQTED*AVPFPLLSHT*REAKVFPN
RSNV*HER*YPE                                                                    
>Contig8034_Corallo_2_fr5                                                       
WLQPRHFLLKSGHQRPSVS*EGCEEEGGLPFVQRSLYTMPIKDMTNNMASQRPSRRAAQKAVMRMQTYDEVGHKEGQMEV
YLNLPDELLLQIFGNLDGKDLVTCSHVCRRFRKILLGQRLWDKTVLDEGFSIWRADWGRCQTCMGRHMNGLSEDNQEELC
TSQYKGDPPTNGIQE                                                                 
>Contig683_Corallo_2_fr6                                                        
YH*QDRALRKALENNGFSFATNVPPLFIKEVPALCCTSKL*EARSTC*TLFDSIAFNSYSDIVIFRMFETTQAIMKCI*N
CRTYQYAIEAD*WYYRRIGRDLQFLIKTEIMDEDFMQIDQGASNGNGDTIFSEFADALNNSHDNNHITRVTPFSSLPAKS



TSDNDFAQQLKQITNWASSWNRRQIEDAVDSLQSLGSVNIIEVLPMEVAHLVLSHLDFASLLECMRVCKRWYQITASPNL
WRQIYEKRAKAEMDNYTPTEQEMQDPEVWRALCAMYTTVNRNWANDNYKKRQLVGHEHGVYCVQFDREKAISGSKDRTIR
VWDLHTDRELKCLRGHSMSVLCLQYDDHKIVSGSSDSTLRIWDISTGETVCVLRGHTEPVLHLKFDERHIVSCSRDRTVR
IWKLPPIDRARPLAQQLEGMENERPRVIHAHDSAVNVLQFDDVYIVTASGDRTIRVWDFESGTLLYTLHGHERGIACLQM
CDGIIVSGSSDQKIFVWDLTTGRILKKIQGHQLLVRSLKFDGRYIVSGSYDKTIQVYDLWDEKVRLRITDIEKRVFNVQA
DWSTIICGCNDEVIRIFDFGVELPQLRRLF*KSASESISQTDKDLWLRIVI*ELYLICL**LCVRRMMEGLWKI*TCELI
MSQICRSCSMRFMSSSCSRSSAAFSCSKRF*GALLICPAISMPISSSTWFMISSPSSSSPSSPNALSMASSIISDFMSIM
AFCLSKSESCCCILVTSICLFMAFMALVVPVIDLAICCWACMLVICVLTPVILAFTPCSFSFCLRIETNCFA*ARTAASL
PCFAAFLISASIFFSSRSTFRTSLSTCR*DDLISRCCLRSSSFGSFFLNMFVYMLVKANTDNVCGRIL*ELPAGTEG*KV
GCSQRIPAKLADLINL*CPCIDGHKNLS                                                    
>Contig1930_Corallo_2_fr6                                                       
PPPPGAGSVG*GQIATDAPRCAPISTQDPLPKCHRCRVTLAPHHLPLPHSRAVVGLQGVFFFFFRLRVPLVAKESGRAIN
CSAVFSCVCPGVLRVWVGPRVHWALRTDGPFTGTGKVEWEKA*RQCTGLLVDCLRCFLLCFSHISMFALNARVFIDGLMR
LHIVISSRQRAKP*ISSNRYFVVYVYRIVYNSADYTLFWTTSLGN*NKMTDLVRKLVRSVGIAPEQTKPAPPPTFDDMPD
NILKQIFRHIKDVQDLTACAHTCQKFRKILTHHLLWSQTIHDRHLIIWQGDKSCCPKSDHLETGSPYARFMRLSRHRHAA
LSKQFTIDQMNLDLAGARVLAYLKQAKYLIGVKDEALSLLKIGETTEWEHIPTPHHIHFDTTDVNLVVCSGGLVLTSWDG
SFKLLCLPFPQPLSNMTDAQLENCLVNQSEYAEGWKEVELPSDPRLEAWSKKRLATGDHNVIRVVPSVDNLRQPVVGYCD
LAIDDHPYMIFVRVKMNTGQGFVRLVKSHAGGTPTRSLSFNEYVCLISREHALTKERSTTLAFWQDNHFPTGGLTEPVEI
KDVWMADLVPQTATPPGIDHVNGSDAMDRGAVVMATLKVPDFPDHERRSTLTIRPDGSYIESAPGDIRAERKLIWDSMCT
QLVWYGDVCAYYRDASSTRMSLARSASNDSAKELVTVGRLHMVENDPSPVCVFKTTSRPGLPAYGSKYIAFWAACGLTFL
NFGKDDGPSPLYRIWYRNEWDAPEEEPPSEPVNRRRKQNTPVRDSGEPEKKTNPLRSNA*MIYTVMQIFFNCNLFDVIKI
DLSLGGRAHI*FSSFDACLRRNLLNVPLW*CVYASPARKRAAIPPYPKYT*EVYRRELESFTSFKTLFA**TQLKDARPT
RWL*LISPCT*GFCGRYPLFKSWMSKNPPPIVVLVASLMAPLEVLSPLVRYPSVTILQLITEQNLVEYLRIRLYHSIIQS
TSTQKAENSGKVHKDPRTTFHRVMDPSCTLSLETCAREREPTLVRPAQS                               
>Contig2183_Corallo_2_fr6                                                       
YP*DRAHPTPYRLFYYKLARKRIRTRQLLVHSACKLVEISTGHTSGARMSALTKS*GRRFRTRTSCQ*ALSN*LLGTGNL
*TYIHFGYTSVSQNQN*RHSKWPLRRISLSNTTSDLTL*GLSQHL*TTLSQETLHTLRRN*EQAHTETRTRTEEFRTMAP
VVDIASSFDAMPITHEGLIITSTYDCFSFGTGSKSYWYSTPRGSKLPPAACFHVETAKRLTSLLLSSARSSLQTGTIDEV
KDTTGGEEAATDTAFPPTKRRHYLPYMTPNPNKHIEEQLPSEVLDLVFKRMDPEDAIQASHVNQRWRKAATDETLWKHLI
MRMKKEHKWLPEIDQEHLKKGYRAYYIEVLAPMLRDYKHLQEEMAEHGCADW*HNLTPAR*RHGHSRKPQKFVNSPSHRD
HIHPKCACWIRTLKIQAHSRRCPIGKDAAP*R*CSQSAGIRSQ*HEKHKTCKLCLQATLVLRYGMGKSTFTKRIILHNHK
HANSPTHISNNPVR*RLVVVVIFMQKHLHKT                                                 
>Spom_XP_001713146_1                                                            
MNEKKKDSLSVLDSNEFFGETTMVSPSIDVSSSPRPNVERFSPCSTKKDLLEGNNIMTRIPEELSRVSLQFDSKGSQQSM
IFTNNRCLSDKENLENLQNLLYLHCDLNRPHLSCELPSEHREKCLKRRNSSLSSNLHANKRFLFNSQSDGNKKNETFPST
NYSNVFYPNNCDSKEVASETTFSLDAPNNSVNYSYFSPNLLGNDSKTRQSFPPHSSSSSHNSLHEPVIYDFSSENPSIHP
SNHLSSQKNAVLKLAQLISSFEKLPESVRQYLLFHLLSRCGKHAVQNIHKILLPIFQKNFLTGFPAEITNLVLTHLDAPS
LCAVSQVSHHWYKLVSSNEELWKSLFLKDGFFWDSIDSKIRTMCLEQSLSACAIMKRVYFRHFNLRERWLHAPEKIKRCS
FPIHGVRLITKLQFDDDKIIVSTCSPRINIYDTKTGVLIRSLEEHEGDVWTFEYVGDTLVTGSTDRTVRVWDLRTGECKQ
VFYGHTSTIRCIKIVQGNQSTTDTDDVEKENRPASNDANSMPPYIISSSRDCTIRLWSLPCLDDPPFVNVNENPDQNNDF
TSATTNPFYIRTLRGHTDSVREVACLGDLIVSASYDGTLRVWKASTGVCLHVLRGHVGRVYSVTINPSRQQCISAGTDAK
IRIWNLESGELLQTLHGHSNLVSQVTFNQNILVSASAPPDTSLRVWDLNTGSCRDILKCPLGHIFFQHDESKVVSGSHST
LQLWDIRSGKLVRDLLTDLDIIWQVAYNENVCVAAVLRNNRFWIEVLEFGSTKSS                         
>Spom_NP_588546_2                                                               
MSTVEDQLSLELETVNKDILLKKALLHYKDAIKSEREGNLGESLNKYRLAHKVHEDVESIYRRLERLQLCKRNEEEEMLN
SDASEAMLTVSSVPSPTLTENESVNESVVPNILKLPDEVLLVILENCIRDLHDLRYLSSIALTCKHFAKALRADSLYRSF
CYCSCEQKEWQQSIKSIEEELVEKYQQSWKTLFLKKPRSRFDGCYISVCRYFRPGTSDTSWNQPIHLITYYRYLRLYPNS
TCIVYQSSNEPNDVVRNFSVQNTSLFSPMSSSPMFSNGNVALTGSWSMTPSGEMLIVYPASQTYTYVQKLQVRGIRLKWI
SFYSIHNYTSFTNEMPLTHNRDYVFSRVYSYTADSESLKRG                                       
>Spom_NP_594956_1                                                               
MSLSRCPTDNSSSRINSSVPLINSSSPATPPESFDPQVFPSSLIHGDNLLPQDDQIASDPRSESNSCNGNTSSSLPCTDS
YQYPLKHSCTPSFLRKFNESIENVSYKCLDHSPPDSVPGDFSISLVPQRNFLYSHSSLPPKIISIDRNNRIKLDNSISSN
SDNFPPSPKVDTSNTVSPGSKPISEDLEDLNLQSIVQTFEDLPEGIQSYAFFQLLRSCNRQSMRLLLNECEPLLKKDILS
NLPFSIVQSILLNLDIHSFLSCRLVSPTWNRILDVHTSYWKHMFSLFGFQINENDWKYANPNLNRPPFLHNDQISDDYFP
EIFKRHFLNRKRWLFPSIPPSHLSFPIHVPNFMITSLLLHKDRIITTSGSGTIQIHNAITGVLEARLEGHKEGVWAVKIH
ENTLVSGSIDKTVRVWNIEKAKCTHIFRGHISIIRCLEILVPSRLIRHGVEIVEPDQPYIVSGSRDHTLRVWKLPKNTDP
PYLPDNTNSIDRWEKNPYFVHTLIGHTDSVRTISGYGDILVSGSYDSSIRIWRVSTGECLYHLRGHSLRIYSVLYEPERN
ICISGSMDKSIRVWDLSTGTCKYVLEGHDAFVTLLNVFQNRLISGSADSTIRIWDLNTGKPLMVLPSNSGYISSFVSDEH
KIISGNDGSVKLWDVRTGKLLRFLLTDLTKIWHVDFDAMRCVAAVQRDDQAYLEVINFSGSRP                 
>Spom_NP_594559_1                                                               
MNQDDNGKNVVSKVSDLTSCSDFSTSSPVPCLNPLSHENNRIDLIRDLLASLSKEGVVAVYNHVRSLLFTDFTEVFPEEV
SLRVFSYLDQLDLCKCKLMSKRWKRLLEDPGIWKALYMQKGWFVNENVLNEFEAWRRTHKFPQPRFENFLKQQNIIGPYG



TMFLPQQFIFDSNGRPLLNWSYLYKEHAHLDSNWRHGRFLVSTFNNPSIRFPADQDFRATLDSVYCVQYDDEIMVSGSKD
RTVSVWDVNSRFILYKLYGHSGSVLCLDFCRRRNLLVSGSSDSTIIIWDWQNRRPLKVYFGHTDNVLGVVVSENYIISSS
RDHTARVWRLDATSPAEACMHVLRGHLASVNSVQYSSKTGLIVTASSDRTLRTWDITTGHCIRIIHAHQRGIACAQYNGK
FIVSGSSDLTIRIFEASSGKLLRMLQGHEDLIRTVRFNDEKIVSGGYDGTVRIWNFNTGEQHCVLHNSRNSRVFGLQFDH
RRIIACTHSSEILVWNFDDGLDCTFF                                                      
>Spom_NP_596716_1                                                               
MTTDVKAKNPASIFSHETLLHVLNDLSAHDLAALERVSRSWNSIVRRSSVWHNLYLSEFGTKHLRRHGRIEKKRRNWKGL
FRRQSNWKDGRCKKVESMLPQLLNSEKSVGEDRLGLTLTHQNNIYFCNDVQISKWSSVGNSLKCQAISSFRDETVKSGPA
VMCLDNASLYIGLKDGNLLHVTVHETGFGNIENLATFSTKFVALSSHKNYICGLTNDNNLYILQHSHQAGTKLKVLGKYH
VSSIEKQVAIHFQQSKEGYEVVHVVFNDYVLSGGWTVSLQEFVFNEYCVKSSRLALHDNKDIEYSQQPASAIFMYGSYIL
TSHPDNSLILQRLYSTNNELRIKFLGRLLGHVCGVQISKLFSCGRIVSVSKNCADICVWDLHDTNYQSIVSPLMLTCTNI
HNKPVSDYEKECKVQDIGLYEDTILITLSDGRILKFLFNI                                        
>Spom_NP_596201_1                                                               
MKSEPTSLDFTSSNLRRMNRDHSSNNTNRTVLNLPKEILIIIFSFLDPRSLLSAQCTCKYWKKLLSDDLSWRTAFFHHFA
GDQSQIFSPLGNGTWRQEYLLRSTITRAYEKGKGQTVQYDCRVGQLTNLYYDFSSGRLYSGNWLTGTISVSDPTTGKVER
SLLHASTDGSFTHGLSTMTLGKQIFGFGFMDGRVGVILMSRQAETPRKFRYCLDSHADSVTCIDALTGDLPPTGEIGMVT
GSDDGSVHCWDVKTGVSLQSFQFRSSQILSLCFRPKYKMLLVDTFNYELNSYQLYLIPGYARSRKNEQPILLSSRKCVLT
DEEEPPCLMTADCCAGVAFLSRGAPKNCICRVSFKEFLEKNDNVGVQTSSIPLNGKPTSISLDTNDRVLSKSTPGRGARL
LAVGDENGLVYVVNTRTEDPNKAILRTITAYSNFPITDIYLNEVAMVVGSASGYCGVYDTVTGNFLKKIASARNAARREP
INCILLDSNPLSLKGVITMSKHVKSWSYTIPKPFVNKRSKVLPLRPSVTHDNLSKSSDYSKNEVEREIMLGLDQIAQERR
EKMEARQKFEQHFGEGLVGLSEEEIIAYVTMLSQEEEAKRMVQLSMDVDKIEEDFKENDEQATSSLNALSSNHEPPQEQA
NVAELNEQEQIELAMRLSLMEM                                                          
>Spom_NP_596079_1                                                               
MRVPNEVCFNILSYLEADELRCKSTVCTSWRNFIIPTLWEKVVFQNEAQLNNFFDTLQYSKDVSYYFRYLRKLNCSRVRK
FLTDKHLMLMTLATGISRLNLSGCTRISEPLIGKLLYQNLNLVTINFSNIFSLPANILEYISDNCPNLKALNIGNCGLVE
DTGMVQIIKRCPYLNRLIIPNCRKLTDVSLQILSEKEDLIELDISGCEGFHNADTLSRLVSRNRGLKELSMDGCTELSHF
ITFLNLNCELDAMRALSLNNLPDLKDSDIELITCKFSKLNSLFLSKCIGLTDSSLLSLTKLSQSLTTLHLGHCYEITDIG
VQCLLKSCKNITYIDFGGCLRLSDIAVSAIAKLPYLQRVGLVKCICLTDLSVILLSGSFSRNLERVHLSYCIGLTAKSVS
YLMYNCKTLKHLSVTGINSILCTELRSFSRPIPDGINPSQVPVFCAFTKVEIDLFREFIRNRI                 
>Spom_NP_595769_1                                                               
MAKSPFLELSYDILLEISTYLDYKDIVHLSETCKSLSYVFDDKTIWHRFCARVQGLTNVVPVVDDNYKRPYAVWKDRGYA
YSWGQQIRNYLGRVVNTNQYPRDRPGALTGKDVRSTIQVQVGGYGMYLLNENGNLYVTGVPNNVGPELMRDLEPIVKIHA
GREFCLALGETGHLYQVSLKTRICLTDEQNMLSAYRGRIANFKSGWDSHSAYVPGIGFLVWHTGRESEAQLFQPEASMKE
FVLNDYVHCAGFLVYTVASPQKKGAVFRLDLDQATQHTLGRELKRFASHDPHQGWHLAGSFETFTCLSDDGNTVYMGHAN
TKQVDDDPVIHDFLQNRGIKQLAHGDHHHLYLTSDHSIWSWGVELRYCGCLGLGSLHLQEQTSDPSIVSDPRTARNIVSI
PHQIHFSGTCYSVAAGGWQSAALAISESVLPEVNVPPITTFSIIRPSRVPALRFLAAPATRTLERDG             
>Spom_NP_588383_1                                                               
MKPSEAREHAIRKIKEYLERRHKQQFKALFGCLTINIYLKIFTLISTPDLCNCRLVCRKFQQLCDYNSIYVKKLLLMNAW
DVTLSRKLYYESQDGMSQANMSSNTSKGFHLQSSDKKYADSDRPKLSSSSLLSLPDQKIPFPVDYSTVQGKQVVLTVLDC
VSQRVEFARLDYIKVWRALAPIYRNLAYASNTIDPIAFSAFRTPEEQSKVLKYLIRFGNSYPYGTYRQAMQNAILDMASL
FEQACLDEFELGLHSRNLDLLRKFSHVLHDFSGPNAYVSMYLAKQTDFVRSFFHFDPYSLFISNNLEEIHINWNILESVV
NDTIKLLESESKFSEATLPEPELVQVPYAKDILGNSLKDYVISICEHIGEEETELFLVFISGFYGLCKKFFSIPNGPALV
DTIFQPQIDIFISQELHYFKTVGWSLVDQWDQKLEEKEDATECFFYKNVSQNTAKNNFLETFKNVMLLPVSLFTIPSENN
SASNLAEKAIEQKEEEDPELSKLDAARFVPANIYVSKDRLKHLPTTELAAQAAVLDSKLEGISTMFSLELALKIVHLCKV
SLARAKVFMGTSVPQDDDIKGLSKDLFVQLLRELGQGHLKHGFDRAIEHLSSFDPRRDFSSNTVEPVVKFLELINVGDMI
QQMMDSFFNEEMSPICVKDDMFDPAIAEKKKFEQLLDERAAFGLHKGINVLIEHADFLLETKTPMNLFSDQTIGSITNTI
EPTAAAKNVVQFLGFHMRILVGRADHEILDVFYKEVGMRLFDSLTRYIKSHKFSVDGGLKLLSDCNLYYEFIHSLHQSSL
LPYFKTLKEIAHLFIIDGKNAEEIGKLATDTSRFSSAFHTEEVYEILHSRIDWLNIKYEVDKVIHGLACCIM        
>Spom_NP_588152_1                                                               
MNNYQVKAIKEKTQQYLSKRKFEDALTFITKTIEQEPNPTIDLFELRAQVYEKSGQYSQAELDAKRMIHLNARNARGYLR
LGKLLQLDGFDKKADQLYTQGLRMVHKMDPLRPVLKKVSQRLNERILRTRPVLDLFRILPREVLLCILQQLNFKSIVQCM
QVCKHWRDCIKKEPSLFCCLDFSCASPRSVNSRDRNVMAVARYSVYSKDNIQEVIGLEKLGILTPTKALLRSVKSLKVYK
TISPLHTQSTDKLYTIWTPFSELHYFYCATPITFSIASKILSCCKKLKQVELVDLIPDLIFDSMDWDKLFNAESVPLALK
SLTFIRNQKFPFHHKEQQFLKDLLSASPYLEYLEASYQSDLVAAIKKYKINLRSLIIIDEGVSNTVKDLAFLPQSLTTLI
VKPCNPASTILCPYLFPTNVRMESLINLELFLYLRLSQNDIDNVVKFLTSCYKLKKLVLHDSLALAPHFFEIFASLPELE
HLEIPDNVALQNKHAIHITDCCPNLKYVNFSNSISLDGSGFIAVLRGLKELKRIDIINCDSVSRDAIDWARSKGMQVTVA
SSLPNSQPLGTKKIRLI                                                               
>Tmel_XP_002842345                                                              
MEPPTAPHVNLPPRRHRSQQQIRGMDISTSASSGSMSQPSHTRTHRENRLAPYSTIGQFSLAPTTQTTVVTTTTTTTTSF
PQLLMRPPRNLNELDPKEFPLAAVPTPSNLKRFCFDLNGKPTHFRETDDPEQSLRELDMLVHDLDRSNGLIRKVVRGEER
VQVQNPLTSPPASATLPTASHSSSSRKRPASPVSISEAAERVSLLQKGNKRRQTGRPRSGIPSSKANTPSPRKCLRSSRN
TTPATPVEINPPTTHAPRPVRPVHQQLSQLQNSQLFTTVNLTPNQNHQQETPLTLSPQLGVKPLDLEAEDLEMGSTPTPQ



EDLELDDAESDSTIIPTTLSPDTQHAANDNVAVGSAQPLSLPSPSLSPVTAALTHGGYFSAMDTDEIDSPLELPPSEEDV
TDESNQLMLSPQRHIMQPQTPREQYTPGLMEIPKMLDSFDAMPSAVKTYVMYQLLRRCSKSTLQTVAEVVNPALKCDFLT
LLPPELSLNIIKYLDIRSLCNAAQVSKRWRIIIDSDEWTWKKLFDNDGYVLGDGELDRAIREGWGFQDPQGDDDCERDVN
AGTRSNCCAPPTLTTPPPHGRQKKKFNTRANSKKQQKKREAVETLGKEEFNEVILEIYSNSVGPVAAANAAEKAGSKALV
GLQSLRNLHLFKSIYRRHHIIRRSWIRPQVKPRHISFRGHQRHVVTCLQFDTDKILTGSDDTNINVYDTNTGALRNKLVG
HEGGVWALQYEGNTLVSGSTDRTVRIWNIAAGECTQIFHGHTSTVRCLQILMPTKIGVKPDGKDLIMPKVPLIITGSRDS
TLRVWKLPMRGDKPYLPGASRDANDNDLFLNPNNNPYFIRTLSGHQHSVRAISAHGDTLVSGSYDYSVKVWKISTGETLH
TLRGHVQKVYSVVLDHKRNRCISGSMDNLVKVWSLETGSVIYTLEGHTQLVGLLDLSHDRLVSAAADSTLRIWDPETGNC
KHTLSAHTGAITCFQHDGHKVISGSDRTLKMWNVQTGEFIRDLLTDLSGVWQVKFNERICVAAVQRDQVTYIEVLDFGAA
RDGIPDDKRGRRIVVDRSGREIPDGNDTMDEAGDDFD                                           
>Tmel_XP_002842212                                                              
MSAPKGPTLVTIPPELCRFVLESLSSRDVIALRLVSRAFYNYFTSEEVCHYAHKLYFPLSSECSKMRRTRKDFDAAYFRS
MNWKQGRPSRVEIIEKVARASTSLTNGFLVDSTQNLLIYQRSRGVIVIKDLSHPVDDAAADTVITLCNELGECIMKRSES
ILLRDGESIRMSTNRGMLLVVGEAHVHPQPQECRNSQAIAGEGSGFFSWLNWAWGTSSSPPLPPRTFFQHPHSLCAVFST
GPQDRGKLLHTWLERDSFIIETALNEFYAIAEFDLVEQRLEGYIFPRAGKSSSKLNKRFSFTSAISQHTDGAEAGHHFTI
RKKALYPQPSSFSIAPDTRGKVFYLGFLPPSADRRPVVEVHAVPQFSPADGTWSECSVIKRVVLRSLGLFPGVTNGLTRS
SFWVDFDDGTTVRNFKRSKIGPSGKFAWDPDEDVVRLRMKGDLGIPGVTEEGESVNMVTWVVTARPSPIQPSAISDWRNG
REWAVIPDNIIHDSNASPYANENGEIDYEDVYPTPTYYTRPRDLQNFLNQLELLPPDVELDTLEGANESGNYPPYLWVKN
QEKINKKVYALFSKMSPGMLVLDPEVDASGGHGKAFLEDPSKHTVYPPVPGVNDGDFRPPGVLMKTKYKVELEVGRKIAV
HDVQPVKQVPKKGKSRFLGRVRDDAYTSTDDSLTPSEGGMIELPVPGFNEAPRDRVLTRMDKMNKKFWVYGKEPELRRKG
EILEEPIGDRIVIVRFD                                                               
>Tmel_XP_002840881                                                              
MQTEHTQAFQDTAPSTEPLPTSRAPTAQHGIHSFSTAPPSLDDLSQGAGAGGVRGIGGERAGNDEAEDTGMSSNSNGLGD
MTHPKGDWDTISPSKRKKDIISQYEARGTSPPNRGTGFHVKKTNWQGRLDSPISRFPNGTASILLFAQNSGLTLDISTEV
LIHSLSFLDPQTLLVASLVSRRFHSLISSPDAWRSAFSRHFPTTSLDQSSSDLHESAAFSSSQDRRFFTRLSAGGSAGDL
WRKEYILRTRLLRDLVKGKPHKSASHSNPMSKNSQGSVVITYNALTSPMSVSHIAAGFSPRGVRLLHASLDTITVTASDA
TVGKVERPPLAAAMLGTPSRPDLHQPVLGAAGFDVATDMDTVGVMDLSEDVGWVYGENVPNGKCYVHPYSSPYRCASEQG
FFLRQDQVASRCLEPAITAVWITKKRTGGVLGTSEGQVGVMIGNSRGFVSIYGLSFGKEYRVTPTKMFCICPGIPIVSIK
VDEDYSVKRKRQKSIWAFIVNALGEIYYLADPKVGWEIIPQTARIPTVVHSSIFQPPSKTIAREGMGKKEIEEKELLLDI
EYTRLKQLWEGWGMDWFIELDWPGTNIILGRKRSSNRPSTGNEQTSKLIRYHLSYTPNIGAEEFVREVMTSTPEGTGAGT
TSRSVFGGESQSQSSEKVGTIEALVQSSQLCERLEKWVATDFLFGDENVGMVTALAIDISNLALLSPGEDPGITADVPGG
NARLFAVGTNMGDVFIWNIRHQAPSTGGDGTPSISLLPQRVVRTDSPRISTLALSSLYLVHGGNDGLVQAWDLLASTYSP
VRSIHSRFSTRARRRLAQADAATLGLGNDALGDNQFAARCLVLDPDPTRLRGAVALGTHIRHWCFSSSSGSNTPKRSRKP
RVGGRVCGTPSSDRGDIKGIIKSDSKNLLKERERENKERTELEKRYGISSGWAALSEEEMLEYARMISMETYEIEGGGSI
ESGNNSNTITPRDSSGATSSHRTTRGVEDTKEEIEDLELAQALRLSLERAWMETPAVPGDTLDSGIWGDASEYPDREVPP
SPVVAGPGHQRRSTPHHTNSNRSSDFATPGGRPGAEREWPSISGITEKGRDKRQRHTSRTEEEDLEMAIQLSMKEEECRG
IISAFENDDGQNQAIGKGKATGKGKGKGKGKGW                                               
>Tmel_XP_002840831                                                              
MLMLDPRLEIISTILEYLPVQDLCRFARVSKQLQEMVYDDSRWVHKLKLMGVWNETEARRRFEDAMRRRRTMQAAKAEEE
RKALQNGAKTPNLGLATGPPPGVSTITEGVDLMNLAPLTPIGAPRLSIVDPGSLLKVLPSIKSVRGFARHEFGRIYTALG
PLYFDLAKAKTHTDPVVFRIYRDPEQQAQVLAQLKVFAQCDTAHGWMDRLERLNLMIGIFENAALREFEGGYETGDIDGR
MRRYANVLILLNGGQACVQLFVQKHPVMFERGELGSPMDSFDKSMPGSFSLEPSLLFFTRLSALLHEQADVIDRVFPATV
NVMIPFLERVAEDVISEFVTPILDEAHDRDIEQYLEAVAGIYHRLLEFAKTIKVTKGSGERFAEDTMKIMGRVFEAHVDL
YLQDELDYFRKKCETEVDSWEKKILEEDAAAESFFMSNINREADKRDFLSTFKKVILMPVSVIPSPFSAKSTPAAETKPA
ETSSYANSDTLSVQETLNASRPGTPMTLGQATPGPPPTTELAAKAAIMNSRLEGIRSLFSLEVALNLVHSAKSSLERAAL
FATAGGQTGEEAREQCEQIFIALLRVLGPRHVKAGFDKAVEHLSKYNPREITEHSQPGVAPLVTFLELVNVGDLIQQMID
VFYEQELVAAKLTDPNDFLNPAAKEKKRFEQMLDERVAAGLNMGIDVLIDEVDHLFAITQQTTDFNPGAIGDASLRDFDI
GPTKTAIRVIEVVSSHTRLLTGSTDKNVLDVFNQEVGVRLFASLCKHIKRQRISVDGAIKLISDLNHYHSYITTLKIKPL
VPYFNALRELSQIYLIDPSHAKQMATVIADPNRFGGIFRVEEVYEYATRREDWYRVKKEVERAMYGIGCCIS        
>Tmel_XP_002840820                                                              
MTLVSFPPEVLKLIASELSDIDLCNFCLVCRIFRSVVQDDQVVWRAKLLSIYDEPSSKVPGKPYDWRRVYQLRQQIIPRG
VLRTEFGTGNLSDAEVLDVIWDVLHDARGYKSETKEITGKNFNILNALKRPDHTLGLLEGRGNNCALAAAVGVLMTPLLQ
LPEEKDLHDLHTMVYSTPAVSFDGYPQFQVIWALAKYFIYHIHKDSGSDMLYQKRLMQPNEYPSWWEGKLSDYVGPRHKI
PSKWYGAYAYAQRTIRPQLRDLSDGPLVDVTLSMTSHNEFQGSGSDTQTFTITHGKISSTKPDPTLRYNGVWKHIEFRKY
YHSHQWTYEGVMLPGNNMILGHWRPPGTLNSPDNFRGNNGPFVLWAVPEGSTIAGRDDRLGFPR                
>Tmel_XP_002840179                                                              
MASSDEGANSTGIKSCPNEVLQLVFQNLNGVSLARCSVVCSHWRELIDPSDPATPDYLWARQASSLRLKSPTPYTRFRDL
YASLRDHLWLNGKIWMSNRLWTGYILLSTYNLETGAIDLTNVVAARPGGSGREDSAPWSRNESIFVSSFDPQVSLWTLPL
LSFDKDTVLDPNDNEIKPPTQERYFSCSLFRASAIPPEVQVSSKKYWPPPHIPATERTSDVLSCINGPHESNLFHGDAID
SAFRIRRWVVFGGAPVPSVAVSRSGVDNQVETFATIREEHYTPDKDHPYRGIWVGNYSSHGYEFILLHQETSTKLKAVKI
TGDLNVPRGEITFVVDDLKTVIRIANEREWPGAKVISARAQIAFHQFQSSKMIDAEMICVGPDDIALLWHFSPLPSHISR
FKRVDIEGLIYGCGE                                                                 



>Tmel_XP_002840066                                                              
MTSSHDTPSNIFFPPYLLQDVFEHLDPLDLVTCKRVCTLWYSIIWGRRRLRQKLFLPQVTAEEAPTSHLVNSPDEVYDLH
PIFNQIHFDASLDPASATFGRQKCALLKESKVKDHYATYPATTRVELDVIHFHPHLVVENETGVTVWDVMEALAKYKAEP
THFTFQSFFQSDICRKRGYDQHRRMHRRDLLGIDSVFITFNDRDPKDGRVFVSDSFESREGVAVGKKYRFWSAFAFCEFP
PRTE                                                                            
>Tmel_XP_002839317                                                              
MHHRRRAPPIVLSPAPPPGADDSNGHVNTIEIVHHFESQTNPAKPARPSPLTTSNGMPLVLLERLRSFPLFLSAPEEFLS
AVATHLRPQPYSPRDYILTEGDEAKAMYWLVRGAVAVTSRDGESTYAELRPGAFFGEIGILMDIPRTATIIARSRCLLVV
LTKEALQRELPKFPEVERAIREEAEERLTLLNKKKKERESSPRTGGVKRAVDSDGDVEIGDNIYLKPDTPRAFGGPSPIP
KPGSQWVTNSALGSGQVNIRQLLKELPLFANLPQENLHFLGLSAAPRTYAPFQTIIQQYSMGREIYFIVGGEVEVVDEMV
MDPKQNKVKARLRKGQHFGEVVALSLAPRRTATVRAITPVECLVIEGDVLEELWKKCPPEVQQQLEMTARDRMDGDGENV
LMRDAPATPTQSIDRLDISDLPKASSMNLTVPESRFTGPNDSNLVEPFDPDPYLPADFESLRSKSRRGSLAPPPPQSSAT
SSSSSPTEENPSPLSRSTTPSPVKTKHVTTPPEHHATVKRARILSRKPSRFNIGQFKDDILIQIFKHMELHELMRVRQVS
THWSRLLTNSPYLLTTLDLKPYNRVINDNVLIHAIAPFVGHRPSLIDISNCFHIGDEGFMVLAQTCGANVKVWKMKSVWD
ITGQAILEMSNRAKGLEEIDLSNCRKVSDTLLARVVGWVQAPPQPPPMYPAPGTVIGCPNLSRLTLSYCKHVTDRTMSHL
AAHAARRLEHVDLTRCTTITDQGFQSWSMTRFERLRSLCLADCTYLTDSAVVFLTNAAKGLRSLDLSFCCALSDTATEVL
SLGCPHLSVLKLSFCGSAVSDSSLRAIGLHLLELRELSVRGCVRVTGVGVEAVVEGCHNLEVFDVSQCKNLARWIESGGV
EKCTQTWKRNIRFETVAVDVIAGDRRR                                                     
>Tmel_XP_002839056                                                              
MDEELSRFRQQWQAEVSARQHQAPGSSIPQPSSSVNKPKPNPFASRKLSHSSSAGENVEDEPELSTQRPPSPIARRRTSF
AGSSSRADPVSALEHYERAVEKESEGSLGESLSLYRKAFRAQKMDHKVDSHYREKHFPRPPPSLAKNRIPLATILSSQPS
VPASVPAPASLASGSKEMSELIASFAGVQIQPVPVAELNEKEAAMDKGKGKETETEEEEAGFSPLATLPFELLLQVVRNV
ALTDVASFARLAQVCKAFAYLVITEQSIWRAVCEKTFSRMLWDWGVTVNGDPIEKPLLLEGPDREVLRDGEYENEDEEQE
KREIPIDEEEALKYGSNWRKMFMIRPRVRFNGIYISTCNYVRAGASQSWNTPVHIVTYYRYLRFYPNGTVLSLLSTCQPA
EVVHGFNKMSLTPAHLGGLPVGAMSWGKYVSKGRWRMDKNGQLDVETEAPMMDKYLFRMALKVKSIRVGGRIGGVNKLVW
EGFWSWNIISDDLAEFSLRRVFFLSPPFFSHVYKVIG                                           
>Tmel_XP_002838782                                                              
MEKIIRKISSLSFLINRQEAQRPPPAPTAAEPTVAPAQEARRASPALLRLQPAPKKSWLPPAPQGPPGTGPITQLPTEIL
LQIFGHLTAAKEVGVATRVCRRWYVMALDILYRNVEIGRFGLDSTAEHKLFFQVAGYTFKNPELCNIIRALTLRSQSLIN
SSYVFPPQPLSDLTSLEELTWLVVDLVLDSRQGSQKPLYGLVDGLRLPHSIRKLHIGLRYYMNAERGFGRISGEDLKGRL
PHLEEFRYSRIRLWSELVGKRELVEEEAQGEIIAVNDDAAGESDKLGEMDKLPALFQAIITNLSPLTTLKTLTLDCPLNP
ASFTYALTPTLQQEMRVSFLTINSFLFPPNSTPPFGPLDREVTQSALRTRDKLLRLSTLQLHELSVDVSDEAARRIATTD
DENASDMPPYLPNVSTFHPRRNQAREKLATLRTGRFAALLTDVMIEIRARYPRICTLHGFVPAPEFPGSGKCGDRKAHKY
VTERIYETLEDAGLRNIACLKARLGTGNSQWVRVDVWRGDAGKVEVASLVPEASAKVLNEGVKVTYTHGGVESVRRGVLE
EVGGGRWRIAEALEL                                                                 
>Tmel_XP_002838566                                                              
MTIDMRPKKALFLLCLPDELLVEIISHLPPKDVIPLHATSRRLRALTRLDPTLWRSLCSYREGSSLTVLTPPRTPISDVE
CATIDWYTEYKFRNAPTRMLWVGTGSPTVGDEVKGIGAFPSRGGSTEDDMVVAATSDGSVKIWSLQDNCAAREIGKSERG
LIFSQKKRTPALEAQQKIREAGIVDGVSIDAAAGRIWVAGEDGLVEIDLTSLKRISTHRFPFSIMALSQTSSPYPLTIGT
TLTLHMHDSRVSPNSPPPAHAPLFQPGPLSILHSGSSVKVAGRFPSLLSYDRRGWPKLTSTIHSGARLCGLTTIGTSGLA
ACGEYNGRGTLEIYPGLGSPYPIVKNRQTAARSKILTVTSHGSYLVTGNAEGCISFFERDARTVIREHWVEGGGKTSSGI
WNVGEDGGDVIRRVKPLRGGDGKILVWAGDRLGLLGVGKERQEIPEEAVRPESEEEEYLTKMRELLRRQGEEVGILEGMG
L                                                                               
>Tmel_XP_002838524                                                              
MSVVSIESSIDRAKKLVRSKIRSMMDECKIRKFAMELHSGLSCYTARESGYREVLRMARKTISFLRPGQRAAASTRGGTT
TSKGSRSLGALFFGLPVELQLEVVNKLCFFDLLSLRRTSRKFRELTMHNESHIVRHHIGQWVPLHIMKLYPPPTDVPPTL
GYLTDLAYKQRVSTHLALSLARQIVKEMMGGRQSRRMSKEATVYVLNQLRLGMAPLIFALFHFFETYRTRRLEHLWGNDD
HDSSMAGLDPLSSLADKMRLQGDIISQYPDNLLLQVHQMYHLLLHLFMRRMSSPSPSVQRTLGCWTRQRPPNQAFAKVLI
LGGIKEVWHIYRIKGFCRRRKALDKYLRKLDAERTRPPKRKNRSEARATTLQQNKGSSIPPNLDVTAPLHSDHNHPPPPP
LSKLDVDDLTQLWTPAAEHRLIFGGIVGSLEEVRCCGQFVSQLLGGVTESDDEEDDADGDDSEDDSDDSADDEASPVLAP
GGGNTVYSNTLLSADSSWDDELAEEDSGLFSDDEGLGLGSVLATV                                   
>Tmel_XP_002838439                                                              
MTKDSILLSLPEEVIENTLKFIPDDDSALLDISLVCKKLYRLSNSPLEWRTRCRRFRYWEPRHEYQKKVKHPLPAEVDWR
SLFVERIYSYKRTTMLLNEIISSPVDRINKFNKIADIGCDAKDCLAEHANASDDVEDVLARRWYAAAAIHYIHRRQAIMG
WKKLASGEDISLEYALGCFELFILKTPEGDIDDISGILDELAARFRSETANFADMSTKAKALALCTYMNREGFRGASYES
YRALKNAFIGVSLRTDRTNLPLTATAIYCSLATRVGLAAYPCSFPYHVLAIVRNEDGNYIYLDPFRGEGSDLPVQGLEHQ
LSELGVGATKDEFLCPSPTTDIVLRTSRNILESLRRAPGPPDIQQEAVEIDRHSALYAALTASALLGPRITLNVVQHMAR
RIQDEYSMDVQFFEEDIVPKLEDRNARELLLEKCGELRAEDSAQRPVSRRENSDGNDVRYRVGTVFVHKRYPFQGVVFGW
SRTCAPREGEEWMQTMGVDTLSRGRHQPFYLALVMDGSVRYVAEENIVVSQTDPVESLKKLAGKYFKRYSRAERMFISNI
RDEYPDD                                                                         
>Tmel_XP_002838031                                                              
MILLPRPLSHLASPVGARKERGRDKYLVMDTSQLLNLPTEILVNILKFSASSTSPPPYKTLLNVALTCSALHHAVFCTEN



DLLWREPALALGIPESLRLDHVLYPGSSTLQKRLWRNVVKLNLAWGRPFPAKTPVIPKQQRAARQLPPVDKKGDWFGRRV
VEVFVAGEGAKRENSYVTKPASVRDDGCAVFQVRPPGGPNGGIIPGLTYSLSGGPKVTCVLDPVMGKPREVILGNNRSHG
WVASPLPLLTECVTPFPVQAGFVFEERSGEYRVRAVDASTAALSHSWNLGKRRPDRVVANGEILVAVTYAHPDSDGKTSQ
IPSNLVCVESFGGQEGRSRWKARTLAGSRIVWEFDLSIRWPQEMNRYTSFPHLKNFHITRTHLVCLVTQHPTATLGKLVG
TDFYILDLETGGTVKRMKFSTKSPSTLPGSPRAAFTTALSHEFLLTDTYIVSGGAGGGLLVWNYVSDGHEPIYTIPDPLA
SDTTKPNGTASSLPRQCSALTMSGDGRYVAATTSDQLWLFDMVDKKVHAIYGNGRKIEARDYYARNPADDFPAGVWCWWK
EWRSKRDQSGAMTWEEVDGSGGVAYLTGLDGEKRKLNVGKLLFDIAIGPHWAYLAFAMSFGMYSYVILMILWEKGLKGFE
ITGAG                                                                           
>Tmel_XP_002837892                                                              
MDQQPPISRLPPELLVRILTFVGLTGGPPALRSCLLVCRGFYGVIEDPTLDKHIYRAAAFSLLSYDPLLFPPSTLSGTRV
PPTSVTPSARRQTYKALARNLFLSRQRFPPEVHRASVTHVPKVCLATSYGPNPGNRGPEIEDAFCTATLSKNEMKAGTLP
PLSVDPAGRKVVRIIDFVHSCTEASRTYYNVAYVGVKTCGWSDSLPPGIDTTVHQGETANWILFSDDPRSFPESRDGNTI
TVQRAAIVGGAPPHRSGSPLATESQACRRMEEETEGSKLLRVVEAPAPPSLVELVGQQQRVKSPFIRPVDHDKFINSQKW
GPPGKSIHASIYRAFGTQDPRKKHESKDQIGRHVPPESGLTSEEILWTMDKVADAGLIGFGKSLLHSDANLRLVPRLVKK
QVEVAAVERLAMVSSDKNEVVVNMVWKMPGSIKDLSLDSATSLDSDEMWDDDAGDIKVCWEFRSCGAYLIVCDDSSGRRA
STVSCFAGRVSKVSGSSGKPSPSAPASGLRWQRRMVVKPSVSSAEYWLDNDGLAVNSSVCAYSTRRHITPATNSNPERYR
AVMEFHLLSLQTGDTVKILNLAEEERNIIRQCYMWCSFTLGDGVLIASLGGLGSAARPTDEDGYWGRTGRRRRYGYENVF
VWDLGSEPDPTPDAIPAVGPFRGDIKGEAPMTRPTSRIPVPRGWGNLDKYVVLSGCGRYLGVTAEWKTAVWDLEERSFVG
VWGVENADALQASLLSSEDGCPAWNGLWIKWRDVTYLDDTSDPDPVASGMSYISARDLRCAIGGVDMEIDGSQIWVDESE
SDYEGEDGSTYGESDEDSNYTTSGPWNWWGPDGHPLAPPAPAPLQQEGGEASNANAPSGAPLADSPEDLIEVLGIDGGGI
GYMGWAS                                                                         
>Tmel_XP_002837825                                                              
MPSTPATSPSRPRSALKRLPSYRSLSFSTNRLSLSHVTPDPTNRCPLNKTDGSSRIENFCSHPIKTTSSGVRKLLRKASH
SLRFTHCNELLDGMKRDKCPGTGTLGDGESGIVIDDKDNDCFYAIDTTVARKDFVKFLPPEISAHIFSFLDHQSLVNCES
VSHAWMVAARDRHVWRNVFHAEHGPWKSKPGNDWKRMFKVRQELNLRWTQGRVTAKYLKGHTDSIYCVQFDDKKIVTGSR
DKTIRIWDIATGECIRVLGRGSRFSSPPPVASGDISTPRTSFSDYHRASVLCLQFDDEILVSGSSDHTCIVWSVHTYTPL
MRLAHHTAGVLDVCFDKKYIASCSKDTSVCIWDRKTGRLFRQLAGHRGPVNAVAIRGNLIVSASGDALIKLWNVDTGKCI
RDFVGHDRGLACVQFSEDARTIVSGGNDQDIRIWDAASGECIRILVGHQSLVRTLHLDSRNRRIISGSYDQSVKVWDLDS
GKLVLDIQRFHSTWILSAKADYRRIISTSQDSRTLMLDFTTGMKDLEVLE                              
>Tmel_XP_002837613                                                              
MTVLTPSSTAPPKLPLPRLPSAPTRTPTSLPAVPPPPLKNTCEDARAARPSKKRKISSIFNSNTCTEEMDESEPELFVPA
IPADATENVKKGVGPFLSKHIPEQYAPQGPRGQQDTQQDESEKGNTRYCYRHRPDIKCRRRADEPTMEQLQKQMETLPAA
DQQAISHVWSLFSAAPAIHRNMMLQGILTQCCFPQLSFISAALSTLIRIDFLTALPPEIAFKILCYLDTASLCKAAQVSH
RWRMLADDDVVWHKMCEQHIDRKCDKCGWGLPLLERKRLRATKRQMELRAKEPDLIFTAIVPPPSKTRPWKDVYSERYKV
ESNWRRGRCTKKIFQGHSDGIMCLQFDDNTLATGSYDRTIKIWDIESGQEIRTLVGHDLGVRALMFDDQKLISGSLDKSL
KIWNWRTGECISTLRGHAAGVICVHFNENLLASGSVDKTIKIWNFADKSRFALKGHTDWVNSVRLDSGSRTVFSASDDQT
VRMWDLDTKACIRVFEGHVGHVQQVIPLQLLNHQSPRGGAAATDGEDSSSSTFSPPTNPQIPPSRHHPNHPLEEYREANA
SDSPNRPRARAPPPKQMITAALDSQVKFWDVATGKCTKTLFGHVEGVWALAADSLRVISGAQDRMVKVWDVRTGRCQRTI
TGHSGPVTCVGLSDSKMVTGGEDGEARLYCFKSEGSSANGWTTPPEMVGSSDSGSAIAYSDGQAGDYYDGNGDGDSG   
>Tmel_XP_002837442                                                              
MEDFWTWQDLVFDFSDSQSSMDSTPPSPEIPPTLSPEPEQAPKRRKVGNGLSGFQIIPSDRRPIQCARPRKSSGPLTLRR
AKPIKSHIPYEIWLNIFSFCTPQTLAKLRRVNSTFKSFIDDERVWATSRKSNFPHFPEPIYGYPENYMWNLWRGMGCMIC
GAARVKKVYWTWGVRMCFECFKEGRMKVRPILSFRLFFRFRKLYYLPNIPPPPSLFSIPFLPAPEGYSIQTYTADEIYGP
GDFCQNAKKCLRHCYISGRSVTTERDIYYGGEPAYWRDEVQTFKNEYFERKKKEDPEVLKVFLEFERNRTVELMKTAKTV
ARREEIAAIRKQRNVSIPEKCKTDFDPPISEEVLVLMPSYLSALKSGSVFTERSWKTLAKKLQAERESAEAKYNSRQAHK
RQLLQEAVDRKRKERQKECQDNKALQIINLAMGDLFNDAKECVLTEAGVLLTNPTQSASFLMETLGYVWRSWHRSNPELQ
LSMRGIFYLWETLFVDLAIPLGTEFQCKFCEQRAGFKAMLSHIAEEHVKSWHRARGILDWDGAIWPEVLPFLPAGSKFTP
RLSHDERWCLSEPYKVVEQSKGWKPGVFTETTSLRSSIVRCLRPVNELEVPPTFKLATFLANLSKEETFPGSHDINSVYY
EILRILRAPDHDTEFFCNAKIFCKICVENKTLLPRNNRPGGFLQLIEHFCEEHYAIIELENPEGLNWRKDMILLPGPKDI
KTMYHKLPDEMRKKWDRANEATGLNLESCKAKIEEEFVGNRTPSLPMSMWKYSEQLLIPYPPPTPISPVCDPLDTAFWEM
DIQMDLSESLQA                                                                    
>Tmel_XP_002837213                                                              
MASIPESRHGIRDFISDLPPELSRLILSQLEIQDIFMCAAVCRAWRSHTRSNDSLYIPHLLRKYNNITRGRDPIPPTVNI
GQELLHRFPHMSASSYFCNPKSLWDLALRDMHLQSSWESGIPWRKANLNACMKHTDIIFSVLIDQVYSLVVSGDRSGGVV
FWSTRTEEMIKELNLAPEPAEDAPVISPAISAMALTGDQLVIGTWHKIVHVAHRDGEDIPIENRAFSLVSSFPVPSPVIS
ILLEGATCIVGCHRGEVLFYDIGVPGKSPNPTHGENMNPDGKPNHLLTIQIPEPRNRQIRHNLSMHYRKPFLFTSSDLVS
QLTPKRMDPDNKRDLWEYGEREITIKNCSGNLSGLGPDYLCMLRPLYTEGDLLVAWPDLSVYSLGNFNSGLVWSPKTKVL
VEKAHWQSVRCMGTVDGFFLTGSFDHVRHPQPLYPNIPDITLPDYALKPKTDRASIQ                       
>Tmel_XP_002836962                                                              
MARKSMPLSIAPVPLDAGYVIVDQNSTSNSSSSSSPERFTNDAGPDCFLSNPDDSHSSIAELTDFRNMTVSPIEKMASLR
KPHPHQQQQQPLSPVNRLPPELLIAIFSKITSLVVLKTCMLVSRQWADCSVELLWHRPHFGEFTKYEAMVAAIQDENAFY
KYSQLIKRLNLTPISAKANDGSMKPLGLCTKLERLTLTNCVNLTDSPLVEILAGNPRIQALDMSQLYNISDLSINVVAQN



CPRLQGLNVAGCKRITDASMVPLSENCKFLRRLKLNDCNLLTNSTVISLAENCPQLLEVDLHKCHNITDESVLHMFNQLR
QLRELRLAYCDLLTDDAFLKLPNRTYELLRILDLTGCRLLTDQSVGKIVGIAPRLRNLILAKCENITDRAVTHSITKLGK
NLHYLHLGHCQHLTDRAVQALVRYCNRIRYIDLACCTLLTDQAVCYLAGLPKLRRIGLVKCHQITDYAIQTLVRRTNDLP
CPLERVHLSYCTNLTVNGIHDLIKSCERLTHLSLTGVDVFYSRKDFTQFCRPPPEEFNEHQREVFCVFSGSGVDKLRRYL
SAQQAANSATANTAGGNPLAFYNDEDDDTQEMEEDGEAGTDGVED                                   
>Tmel_XP_002836409                                                              
MRISGVGILDSQEDPSILDATHQTSTKSPSLSLPSELIYLVLDFLSPQDQKTLAAVCKINRQWYFAATPYLYRHPQITSV
NYTKFVATIAPSSTHVKPSRFAGLVKRIDLSRIVHDSTPSSIARLLRRTQGSLEEFVAPQATFGYIALVAVGNCKQLRLL
NLSLVSQSIALETLFQHIQDLPHLVTLYFPRSSTVDRCKSTFNWPPRLKRFSLAGRIGDSFLINTCLPPTLHELQIAHCP
FVKDTSIKYLLNKASHQLTVLSINYHIPCLGFNAFDKVLIICPHLEKLTIAVDYVSAHLFDEENSPSGHPLRWLNLESSG
NPGVEKKITPDDVFIAVAEERLSELRVVRASKRLGWEQENSKSMMMDLNELLETRAEEKGETGAGVWNFESEYSCKSEAF
RGFLK                                                                           
>Tmel_XP_002836078                                                              
MGPRPGRLSGASRRPEAITHSHPRPLPTPTRPIVSPLQNLLPSAPASPPTPAPSPTPQIHRLPTWSTASESEDAFLRDAR
PHFSRLDSQERQRFLAEILNLCDSQQLSFVLNYVSPRLKKDPFKSLPNELCLRVISFIDDPKTLARASQVSKHWHGLLSD
DLTWKKLCEKHSYRRLSGVAGYSLSNQTHHHDSSLFSANPISPKEATFAHALPTTSGFTSEISPQNMRAKRRRPKVTSYK
SHFKQRYMVETAWRTGGKAIARHITPDQGVVTSLHLTPEHIVIALDNAKIHVFDADGQLLRTLTGHVMGVWAMVPWGNTL
VSGGCDRDVRVWDMEKGDCKAILRGHTSTVRCLKMSDPKTAISGSRDTTLRIWDIEKGVCLNVLVGHQASVRCLEIHGDL
VVSGSYDTTAKVWSISKGTCLRTLSGHFSQIYAIAFDGNRIATGSLDTSVRIWDPHTGNLMAVLQGHTSLVGQLQMRGNT
LVTGGSDGSVRVWSLEKYACVHRLAAHDNSVTSLQFDETRIVSGGSDGRVKVWDLRTGQLVRELSSPADAVWRVAFEEEK
AVILASRATRTIMEVFSFSPPADSLGELYRAPRTASEEPSRAIEPDQEVAMDEDGISCEMET                  
>Tmel_XP_002836060                                                              
MLKRPAPESPGQPSKRRRPNTLPHITRLSDELLLRIASFLHINDLASCQRVSKRFQRIARDDQIWKALFYARFVRPRASR
IPGLARAPPSSLHYSSRNSRWLQDEGLARATGTKWKELYRLRHNWNRGSCSVSQIIIAENPPLPPPIPPLMIRGLVFTVD
PTSGLRIWRLEHRGVPDIGLDLYQGSLGFERYGVPTALAIDEDSDVKQVVNVTVGFENGGFGLYQLDTATGSLPKLTFEY
SYAGPAPSAGDSRSQGLMITSMAYCSPYLLTMSSSQLLTVYRFSGSADRGSSSTERDFSKDLPIPEGRMMHAPKILSSLR
SHTVWPPLSLSLRRSAQKSMIASIAYAFPLHISGWSVGIQELRFTDDADTVVESRIATAVPTSFTPFGTTTSGGSSPVGS
PAPPTEGGGGIGSRSRSQQNINNDTPLAQPSSISYTHPYLLASHADNTLTLYMVKSNAASLSIEPGQRLWGHTSSVSTAQ
VSGRGKAVSLSKRGSELRVWELEGGVSERRRLNASVKVEPQVSRQTGARSHWRVDDVGWLGGFDEEKVVVLREQDEGRRA
LIVYDFTL                                                                        
>Tmel_XP_002835969                                                              
MAVKGDNKAGAVNAPRPSPKPPVAYSDHVHSIAHSKERNDWRNRRPLLTTHGTRTAPREAKAELSQLYDEAGDSKHGGGV
SLEIPGPKASVADTLPPNFHATGPKVDVASNTSNATRADNNARSISTGPAKTACQARPATRDSSGYGSSSSGGCGFRNSR
AFPPATADPERVMTSDSKHLMEVSQTISGVIEPKPPISSSLKEFLKTPCAEGFGCNMEEDDLFQRSSGGVRLLDNFARQY
ASDPDAIQRKYGRLCFLLRADPGRGFPRLRYIVETHRSMFWQLDPVRLRGVDSGKIKPEANPRDETTGALVRKTSSGISI
PDQDSLGWESRDVSQNLHHSHNQVVRTTSEYTVSTGRAPPRPAEAAPKEHEGGYSSKNLPSHGDRVCATPGGRRGAHSGN
RCNGQSQAILMDVDRMPLGRKGGPFSDYSGATTVVSTRTLTGRDKAATVESLDLTTSKHEGLLPENNATFYPNARPPERA
NDESSKESEEGGIQLDPVVKKQVARDVYTSCGAPGIAAGAVLPPSPKDSAPSTSSGPSSLPSSPPSGSAPPLEVRHQPTG
PGDGGSLTAGKTGDCIESAEGELIKSRSSVAKEFSTGEITDYAGMAVPQISEKLLGPPGGSRGSCFASRDEAKMALAVSL
QKPGQFATKGEPDPQQSDPEIQEVPSWMNESDSGNETPSVWEWEWDKKSSQTGLTDDEWNVGVPLDRAIIENFDGAAENK
TESPVSLGERVFELPEDPGSVPNPRNHEAGKSRYAKKYRAKESKGSSGASEGKDCESPMLANHASEPQAPGDHVVKQPVP
EHKASKPPAPENKSRKPFVSHHKVSKPPVPVNRANESTVSAGVNGNLVASGGHSRDPPRSRNNGDAGAPTFRGRPSGGCG
GIKKLPEEILHAIFSYAADGVLPEVQVKTRDLTYGSSFEVPSSFNKTRYKGLQSVLRTCRHWRTLGQEILYKYVNLNEWS
NLELFARTLSHDRDIGALVRSLRVSVPPFGLRASYQSYNNRDRNSRAVVAEQVDAFHLLPDIMQGCSLIHVMSIDMPNAV
PVFNKLVSAQKFPNLREIRMKDRGEKIATGERVWENIIRNAPELRRLLITQDQDLSLRNAPTYIRIPGNIFHCEKASTFK
LTQIHLTRSYQISDDILLLLCRKLSNLNDLDIVDCPLVTSRGIARVLEKMPNQLTRLSFWIWINHYGNVSKREQEIGVDL
CHALSKYGQSLQHMDIKIFLACHHLWQDGFRELQRCRIVPVHYHDCVKQENIRSSSFFKNVLDKGRSAGKFPALTECRV 
>Tmel_XP_002835857                                                              
MPTPKAQAESHQSTGRAAYSSGNYEAALRHFTTALAQPNLPATLRASILDNLSATKEKLGGEANLTDALSNARAMMRLQP
AGVEGYLRGGKVLQLLGRDGDAIRLYEYGINKLPSGGGVGRERLEAQVRRVRSRITRREAMTSERKHRDPFTALPSEVAQ
IVLLHLPFHTLMLARGVSRGWRVFIESVPATFATMDLREARRSVGSGTFKALVRASRGGVRVARLARLGSKCGELLGYLV
ARCPGLSVLEVCRSEASGDNAIVGAVRDGAIRGLRSLVLDLVLDVKVVFMILRCCAAGGLQEAIFESAHATGMVRGSDLL
FEDAPLRSLGKLRIDVIESEFHLTVTLVNRLPAS                                              
>Tmel_XP_002835285                                                              
MVLVNDQAMETRLTKAPRTSRRQRFLARITRNSSSPQLSKLNPEPPSPVRDQYLKDRSVSCISLYLTRPMTPAPERPLGF
RVAETLDKPHQGGNSCVGIPNSVRRKPVHADMWDCLPGEVQVQILSCLEPKELVRCSAVSRKWHSLCFDGQLWSNLDATG
YYNKIPVDQLSKIITDSGPFVRNLNLRGCVQLQNDWRLEAAANACRNLLTASLEGCKFEQITVHSIISRNPRLAQLNISG
LKTASNRTCRLISKSCPLLESLNVSWCSSMDARGIRKIIEECGNLRELRACEITRFNEPGPMQTIFKSNKLEVLHLGACA
SIDDAAIAVMVEGVDPEVDLFTNRPKAPPRRLVDLDLSKCSNLTDQALRSLAGSVPDLEALQLGGCVSLTDSGFAALIPT
VGKLTHLDLEECSELTNATLLALARGPAAKKLEHLQCSYCENMGDQGMTEIIRKCPGLRNLEMDNTRVSDLVLCEAAHAV
RHRLSPPNSPPVPGSCSPRVALRLVVYDCASITWPGVRDILARNADSTLSTFKPELIQLKCFYGWQQTVDEHMKRVLRGD
RDSANRLECKWAEHMMLSEDTTLGRRRRRRQALWDGGDEFIGRRRGRGSCVIC                           



>Tmel_XP_002835217                                                              
MVIGLSLEKLPLEVIHQVFSLLSPQDLTSLRLTSRSILPAATANTHWRHHFFDGLLSSHAALIDISSIARDQWAFQLVPD
GWFRAYTTLIRIANEDWLRTEEELKGSTWTVFFKMYLREGGASSDDETGHALVELTHDLTSNRIEGLPLRSSSWYVDQKK
TLRFSGYPPIVPSRDPHTWYALNVLNTAILEESNTAGLIDEDKRQALESGVHDSLRAAQEKRKNELPARLRELHLLRSSA
RERSMNCGYERPSDLGSSKSGGASGSGNGGIAVGPVEEAGKRE                                     
>Tmel_XP_002835081                                                              
MHFLKRLVKPPKGASSFGDDEDRTRSKHGGKKQGRDGSQNGSCNLSHASPYADLHPSPASEAPVEVLMTIFSFICPHALD
ETYLSAEETTMELGCMLCDMRELSHCGLVCRSWHKAAQLLQYRSIRLDSVHYCGLEEELQTRRKRGSFFQKHPSPLGIPE
HRMRLLYRTFQENETAATLTQFLKMPYMARETYKQDSAWLVSLLPNLRYVDLPDGVYQDDSSCASLKAILYTRCPGLRKM
SWVGGSEKSFVDLWIEPPWLGLEVVELTGMKVENRDLVQVLSSLPHLIHLKMKSMPWTTDAIFDSTATNVGLFPALQTLA
IEDTSSITIDGLKAYLTRPVASEALETLVLTNTPIPAHVLHQILPLATRLTSLSFRTQVSRTIPRQDLALLTSASLTHLA
YEITDDETSTKSLAKPSPSYYAYLSESLWNGGMPKLKDLYVREPAFHARLQKYKASAGVFAATGWTQDVHLYTKGMEHLE
WTKYSIGDVGGNLLILSTLKREAGSHASFFAGLSDRNEVGDGRASFLAIPSEAGECTSGKRERRKSRVNLWR        
>Ncra_1110NCU01216                                                              
MRLRASLDIIADDRRTPMAHGDAAPEAHSEAAQQQAQDDSRSTSSSSTPPPVDNEESDFFLAANDSQSSLGVPNIENMQV
ADEECRVAPINRLPNELLIAIFVKLTTSSDILHVMLTCKSWARNAVEILWHRPACSSWERHTIICQTLSAPRPYFAYRHF
IRRLNLSALAPELNDGSVESLEMCSRVERLTMTGCKRITDAGLLKLLRNNTGLLALDISGMEDITETSINAVAEKCSRLQ
GLNISNCTKISIASLVQLAQSCRFIKRLKLNECAQVTDEAVIAFAENCPNILEIDLHQCRLIGNDPVTALMSKGKALREL
RLASCDLIDDSAFLSLPPNKTYEQLRILDLTSCSRLTDRAVEKIIDVAPRLRNLVLAKCRNITDAAVFAIARLGKNLHYV
HLGHCGNITDEAVKRLVQCCNRIRYIDLGCCVHLTDDSVVRLATLPKLKRIGLVKCSNITDESVYALARANQRRPRRDAD
GNLVPGDCYNNMHHSSLERVHLSYCTNLTLRSVLRLLNACPRLTHLSVTGVQAFLREDLESFCREAPAEFTEHQRAVFCV
FSGQGVTNLRRYLNSEHNLTEIARGARPIDEGVPNRVGPVFPGTAVNPMQVTPPGHHGAAAAFIDDGEPDAVDDDDGLED
GSEMVIDTQPMLHNHHAVMGGTAFPIQGVASTEQLLPPPPPAIQPQQHLVTNPFHFVPGQPFAIPPHGLQFYEAVRATES
GAVSGTPTHVPLVGQATGLESTIAEGSHHSGVARNSPGTATSQNPDASQAVPPNPMGNIELAILTGNRNPDLGGSGGASV
>Ncra_1653NCU01865                                                              
MASKRTQHLVAYDDESDHHDESDYDNTEFLPHAKRRRLNPHPVDDDITLPARRPTRAQQPDSDPTRNSISRDLLSSLSDE
LLIRILSFLSLQHLLAVAPVSRRFYQLAGDSQLWKALYYARFVLPRAMRIPGFRDTAASGGGTGHKLHYSGRRTLWADGR
RGGLVQEKKEEGIKTGIKRRRDEPSTFDNSGLSVEVDGRSQERKWEPVNWKRQYKIRYNWSRGKCAVEELRIGGTADTTQ
EGNHQQQERKVLVKVVEGIAITADRVSGLRAWDLKSRHLLAQVSLCEDGLDSTPSCIAMDDHELDHGILDVGVGFLDGSF
GVWRFFSGENRLVRRYKHEKSSNGELVAMALSNPYLLTATAAVLVSLYTFEVPQQPPADQLAQNSGAGGEARTMTKAGGP
MEEKSDASGNDTNTLPAPYLLTSLNSYSSRPPLALSIRKMALTTVASIAYTFPTRRGWSIGLQDMHIRAPSTGVKSAPDI
TTTRTAYTIPLDTDLENRITHPREPLQLQSGLRHFATLTLIFLPLCLTTPLVLHMCTSTASSLSISRGIRLWGHTSGISN
AEITARGKAVSVSSRGEEMRVWELEGRSSGIGSRSIEIKPGPAASNDNKSGSAPPSGGGLALDNKEDLEYDWDERRNWVG
FDDEMVIVLKEKRGGGESLMVYDFT                                                       
>Ncra_2131NCU02379                                                              
MTSSSSLDRFPDELIRHILLYVSPEDNVLNIQPVSRRFYHIANEPLLWRYLCRNSFTFWEPEHCFFAKLSDPRPTTIEWK
KLWLRRKRQNHLIKRLLDEILTTRYHQLKNLQRICQFGYDAKDFLLEQCHVDESHDDVLARRYYANSALDSIHRGMAVEV
WSKCYETGTDPYSGLDRALGAFDLFVLHDQPQDLEYILSTLDTLAQRFMLEHPEHKIMSTRQKALALNRWLRAQNLMGME
NETVNYHNLRNCLLGHALSDDEHPSLPIISSAIFASVAERLGMSSACCAFPSHVHASVKAPPGMTLDGDVEEDPKAEPET
MYLNPYKWDGEVTLDELRRALVELGWTQGSEVFLRASPVPIIVLRTAANIKAATSRIQNLADRSGEPIEVEAKRLRAGHP
DINVEAAKYASMWAELMVKPVSSVHWDHNLETFLHSFAMSWGEDAWIVRKYLLPMYEQFVASQPHVRNRAGWENVREILN
MLDNLDRREAVVTRRYTQEMQERVRYRIGQVFRHKRYGWIGIINGWAAGSAGLPVPHYLDGYEDEVQSPTTSPRSSGDRL
HSEGQLRPQLARVFYTCMSSKRPRIDRLRVAQNSIEIITDPNLIPESLKFLAGKYFKRFDRKTCTFVSNIKESYPDD   
>Ncra_2810NCU03146                                                              
MDTSGEANPDLESFREQWRAEVRARRPTTQASSSSSQQQPPAPPPPPPPHQQQPTPSAAELAAEHHLHPRKPPPAPAKKA
AAPRQDYEDDYVQPRSFDSPNDEAAAASTSTQGEWTVKKTTKDPVTALDHYEKAVEREAAGSLGDSLKLYRKAFRMDDSV
DQKYKNKYFPKSKAKPPATASPGTAGGAESAATAPSSAEQPQTMKELINSFAGVAIEPEGPPVEGMPPPPCPIASLPEEL
LVHIMRDVAILDVADFVRLAQVCKRFAFLVATEDRIWRRICLGDEFGFGSMHYHWQRQITWEPLTEEDLLTEFEEQMQAQ
EKARAEKAAELDTGAADEDDDGKTAETPDVSLLLPLTPQQRAEKHAEESRATTLVFYKTVYNSSWLRMWRLRPRIRFNGC
YISTVNYIRTGQANANATTWGSPVHIVTYYRYLRFFRDGTAISLLTTAEPADVVYHLTREAMALHAGKRQAGNNTALTHL
PSAPMQYALKGRWRLASAADNPAAPLNEIEGDLIVETEGVGKYIYRLDLTLKSAGKMGAKNNKLVWRGFYNYDRMTDDWG
EFTLKHDKPFFFSRVKSYGVLGE                                                         
>Ncra_3273NCU03658                                                              
MSNFKRASMAGAGPKSTSSSAMMAGGGHSKNGSILNALRATTMIDTKPVLPAEILVTILDYLPVSDLLRFARTSRRMREM
VYDDTRWVARLRSMGVWDEAEARRRFEEVMKRRREAAERAERERLAAAAAATGTTGGSMPIGRGQPFPGQSLELFPGLQQ
QYPTPPPVITTTLFDAGEEELRRKRIAEEQKKREEAIQAAAQRRAMEEMEGLQDGFETMKVGGGQGGLLPTAPQKDPFSD
PEALLNVIKNARSIRGHARQEYGKIYGALAPFYFDLAKAKSHTDPVVFRVFRDPERQAQMLANLRTFAKSDWAAGWRQRE
EKLATMAGIFESAVLHEFETGYEFWDVDGRMHKYAHVLDLLNGGTAAVELFIHKHPIFTDKEVLANPMDCVNQALADDVT
LEPSRRFFEVLTAKVNEQADIIQRVFPKPAEVFWLLMGKIRDDILTDYVTPLFDETHERSLAAYVKAVSGLFEQTLQFFR
TVNAPKNEKNAKEQEELAKEYALKVFEQHLDLYLADELDYFTQQAEAEVGEWEKKLSEQDATAESFYMGSFTNRQADKKD
FLTSFKKVVMMPVSALPSLPLGSPFASKPATTPTTATTAAANGGELQAPENPEQSHPVSPSLAAPVTVDRTGSPLPDKAP
TDELAAKAALMTSRLEGIKSLFSIEIALSLVHMAKSSLGRAAVFIQLGGQAGGEAREQCEAIFVALLRILGSRHIKPGFD



KAVAHLSQYNPREVSHHDKGGVAPLVTFIELVNVGDLISQMIDVFYEQQLTTPKIADRNDFLDPAGLAKKKFEQMLDESV
AAGLNKGIDVLMDEVEYVCATTQQPTDYNPAMTTDPFNDAASISGMSVTTEGTTSTTTNSSNNNNRKSRYKSGTPSIWSL
PSLPGTPPTPGGSSGTTTNSLGPQDIGPTATALRIRDLVASHTSMLTGSTDKSMLDVFNGEVGLRLFTAVCKHLKRQRIS
TEGAIKLIADVNLYYEYIRTLKNQDLLAYFKALRELSQIYLIDAKHHAKEMATIIADNERFSGVFRAEEVYEYAERRADW
YNVRKEVERAMYGLECLVM                                                             
>Ncra_3909NCU04383                                                              
MASHENSHASPAVNPHSFLGMPSEIQKDIVKHCCQPDLICLALVSKHCRELAASQLYRQFHIVFPDEDDPSFDSPIDGLA
GGLDTFVTSNYDYAQHLRDLSLDTLSAGSKGEAAYKPYLLQNSCGKFMNTLLVLALRKANKLETFKWNIRVELSRPVYAV
LHDIRTIAHVHIRMQAGPSLYEKPPPLPHANHPPPPIASGLPPVHWMPQGTHPPPVPPQQGMDWDLQLANLANLNSNFGN
AHPVHPVHNSQPPHPHAFAQQHPHLQAFPQQPPHHHQPPAPKPPSKPKAQKRPQVLIEPPTLSGFRNLKSLAVLDIDNLD
IVTEIKTCVRNSAGTLTKLKLSFSHFLASQARKPTAPEVVTDDSDEEESVWSTPGSSPSPSPQSSNAVESTGAKAQRAQE
EKKTQESVLGRIFDVEHFVVKKPQKDVKAKEKTSAEAVNADPGQRFIQNVMKAAELLIMEKDDLRRDALDIIQTAASAYV
ASLKTKQTSTTSASSESQSAQTKVEAKGGSNTGELGTGSMNSSVPARHKKKDDEFTPEDINIEEPEGELQLDPGSPGPKI
EDTETVLELSPSQTLSSLVAGGLDAASVKKAVANLVAQKVNYQTLIKKLEMHEARANDIRKETEELREQDGPVDCKRIAR
TEKEITRLSNGIELVRSELNLVEAEVADSQKEIYGLRNSDTAESQRQQRSEYARATRGLPLESLSIYLIPAKASFFSKAL
DIRMLTRITLLNVGPQAPIWAYFKSQNEENPLPLCEIFTDNVTTTFLQFVSQLNQVTELFLLEREAKYKPESFASKTQTT
IDDIRRLALTKHMASLRRLMIKNLASAAWDVNTKTIMLLCKRGKNVEELACNMSMRCLHVFNQNARLLGNLRALHIPILR
CDDPCPSLPMEGKKFLVDNLSQFPLTKLEWISIHDGDCVDHVKFNKPQSVEERKRRMAAKEAKGKSKATVVTASNGTSSN
TTQYPNFPPPEAWDDESSTDEWHGDDEWTPSSSNFLVQLGTMRFYDVWGVRIFKKEVFSGRL                  
>Ncra_4056NCU04540                                                              
MAGFPPRNQQHIQPDEGYSEDPLNPQANSSCLKSRDASPCAHPSSRQASDIPPWLIQHISGLSMENKTGWPSFSPVSCFF
VSVFIQIIQKRIQLTCCAYLLELAMALLNDLPTSVISQIVETQLYPRLYIDFVRYLPAEICLKILGYLDPISLINVARAC
RVWYELAMDRKLWQHLYYMEGFKALMDEIHAAEEKMNQTPIPTPSHLEQYRPEEDGHVHKRRAIAKASPPMLPADEDTKV
LPADEPCDIDMAGSSIFGGGGGGGGCGASRSRMSEHGEVSGRARRVDKGKGRAMSPPPQQSATTRYRDSMSHRTSILPGT
LQKTTLWWWDANDRRYKIDWKYLYTMRRRLEANWEHGKYTNFQLPHPNYPEEGHRECIYSIQYNPQFLVSGSRDLTIKVW
DMKSRRCLRTLKGHRRSVLCLQFDSSPDEDIIVSGSSDSDVIIWRFSTGEIIEVLRHAHQESVLNVKFDKRILVTCSKDK
TIKVFNRRPLRHGDLGYPFDQVGTTVNVGYDIPPSIEDAPVIPPWTMIGTLVGHSAAVNAVQIHEREIVSASGDRYIKVW
DWPTQDVQRTIIGHHKGIACVQYDGRRIVSGSSDNEVKIFDCQTGLEVTTLKGHTALVRTVQAGFGDHPYSVEEDLIKAK
EVDQAYYKAVEAGEIDENDNPRTRRKTNAGSSRPQDVCATGAKLPPGGGGGRFGRIVSGSYDTTIIIWRRDSEGVWRPQH
HLRHEQAAEAASRRDDGPPDVPGRIPLHPSMRSGLAAASMPAPINPHTTAGSSRTASAPPGPLAGRAPETVDPAILLEYE
QMVHGAVQSGPTAFRNLLQARPEIISLRHMVDRALNRQSDPNLRAQLRTAWTGAHIQNQWNHGRARSNQENAMAANAAVA
AGSSNGVIGTGTATATATAAAAALAAGAAAGQPVISQASLSQVPVPVAPADAVTAAPAQQPQLPPMAGGRHHPHIPPVAP
AEENAPRVFKLQYDARRIICCSQTSYIVGWDFCNGDKELEEASRFFDTVQ                              
>Ncra_4088NCU04576                                                              
MSLLKLPYEMVSYVLDELDLDDVWQLSLTCRHLRSLVTESNTAKRLLESKAPAATETQNARVTKNYAHELRRLLKRRQSI
SSVTPYLAAVVGFGEDWIYRNGVLCYIRQGQLRILNLHGSAADEVVVNIRLLLDEAIPGSRKIRKYRLRPLNVSNNIVSC
LYYYKTPYANGNHCDSFYEGSLVVFSAQAHKILTVEHLLDLEPNRLVVRNNDEALFLIRRSRLHGGRVVLWNAYNIPADR
WHRPPHFPWYTFNFQPFEMDITQCFEIFNGHIYSLSNYSELEEEEADWVSSYHCLRVPLSFTGMYKVKPDELLRRNHLDG
PMDHRWTFMKMFKDEATGEIKVVESRREWIKGSSSTTRTYYTTTIKWPSENDSHSIFDSKEGGLNGSNTSGADFSGNSSS
PGYQGSSGNESDQGNAEIHPDDSSPEPGDSDSNHQRDDRPPRILPPRDPRDVHPGDDSSKGPVFLRNKCPILSYHPSCQT
FLDLVDDPSPSNPGKQRMRIRGGTRHRRRPEEIDDWSGCSKAKSLSSVAETHFEEVYKMYKHEEPISWPPNQDPESPNPA
LAQLYEILSPPNYVGEITGDWDERSFVYAAGASGGSKQKALVFISFDPSISLAGTLPYPGHMVFGRPQSLDTTRSRNTAS
DNSTAHQNHGEGVKRGRQLGRAKQTPRGRQTERNAPTEATQVHSTKTDAFWCTIEPALYQTIRKGFHFCV          
>Ncra_4263NCU04785                                                              
MTSPEVSHHHHHHSPPSNPGQALALADLPHEILLLILSSLPTASDIAHLGLTCRRLRQLVTSEGWRAFVIARFPSLVQSI
PVPAPSSSSSSSSLLLLGGQRGGGQHGGGQQKGSGNGQQNGSGSGGGGGGGGGGRYGWQDVAESLTWQSRCWDKRAVGFC
AIYPASDFGGGTAGGGHGQRGGGGGGQGQGQQRGNMFQSVVDAHFDFATGRELLVWGAGEDLVARRRDWGGGQQKSKSAP
KFSWFKASGHEEGFRKGYDDVRALHVVKGDVPLCGGGRGKGSGGVKKDGGGEEDGNGRGYGRAVVVGRDNGDLALVEAEG
ERFGKRIVKFKPHEGEEGERLVQDTINSVDVLYDTPGGRRLVAAATKKAVGVYALPDGEEEIGEDEEVSPVVVYDLQRSV
LDSSTAQLCSAKWMGGQGNVMALALKGCSERLQYLSITESGWTHHTTAKSIIRSGGVGGLSIPDADICANSLSPVYANPH
EQKSGGTTLLLSGWKDGTCRLQDLRTSSPYDAVYQDNIQPWDHVEAILTYGTERFVAGAGNSGATIKIFDFRWPKPYSYT
SALPCLGRQPFPKPHQPFSKAPNAFATGRARCDHLVGLECHWHSLSKHLYYRPNATIFLPRGVPGHEHDRSNQHGFTRTW
SLAKASDSAPNFYLGVSGGVIEANLQPTPSGPSKPVEIDPIYGYNYPYFTGPLPVTHSTFSPHSSRNQPQINQGVAEAYT
AVPIKYSLMETGDGLSVEANDRSIRMPRMMGPFEPSSSYANPGSPFGRVPPTAPRADRERAAAAARGGHGGRGGGHGHRG
GPSLGWNGNGWVTNRDGSATSQKQVREQWKEGVELPAGVRREHHRLDLKYQTTNHFVALLEDEKEETGLEGRVERMVV  
>Ncra_4463NCU05033                                                              
MSEPQGQTPQQTDDTIMSEREPPKKLTLLDLPPEILHQVCAHLPLKSIRSFRLTNRFLGDIGACHALPELVFYLHTTDFA
ALRSIASHPIYPRFVRSLVYGCDLLPSPRLSLKQYIADCRRMEKRRVKMHARHACDEANRPPKPQAEVRESYKEYKRVHQ
AQEEIMRDERDYEILREVVGKMTNLKEVMVSSDFEFRVGSGTSSSDGRNGLMKSDALRNCRTPFDKLDCLTQLDGEKGQE
GVRHLRALLMAVKEAGIELKSLCAGLIHWSFFNEALGNFGFHSMGNLLANLTRFELLVLPGPSQDPEDFQRADAIEMNNM
SIDVMEEIYRCQGLMRTGVIRNLVKGMPNLEILSIGFMDHAEDNDFIFPARLQDVVPLNHTFPNLESLRLEGLETERQEL
TDFVVRHKDSLMRLELRDMRLVTTSWRKLLPELRYELKTELMEEVSIYGMALGMGEEDGDQELEEWFMGDPEDHGATELA



TKVQKFFMNPNVSDCPLSRENMEPIPDDDLMDEDILDHPLEGLMPDHELAELILGGMQFPGGGHPFQDPFDDPSFEAPGD
WLD                                                                             
>Ncra_4656NCU05243                                                              
MVLLTQLPSEIINNIFGYVAPDDLPSIRSICRRLTEHVKGNAVLHRDIYYRYLDEPPEDVDWEQSLNDLAKLRRLCGREY
ENFEVSCPNLHMPKMTFVYHAVTNLLKAIPPSSSLSIRNEQLNTQQQISSSYSPSRNAAILSNLFSKESVRNAFLQGSQL
YERAHCFDYLPIPMRTIIDLERSRYVRIPIYIEYQQQSAKMHCHFGVGVQAPATLTLPNNPALSSSLNMNPYPPPTPGTN
AHATPPSPPLPTRDGQLRSAFFGRTSLVPRLYPYAVSKVYDLREYTTRSKWGPFRADGSGKVDWEKVEAILLVLRTNIKL
KELDRIPMVGNVWNTPFAGCWEGSLCGLPRAGSNGNGNNSSSSTTTTTTTDGDGQGQQGQNGPMGVGSGYAGWFLWGNNT
NTTQHEDWASDVANDGAVDDMEGEEEQDGDNSDGDFAAEEEEEENRDMKLEMEDPYGVSGVWLRVVCFLDYTDFFSFNFP
DDNMPCPESVPRPPLDVGEATKLLMMKIHVNRIVYPEPGTEIKGKIWPIVHWRGYARSFDGSPGEARLTWGLRGVVQMTP
EGEVRWTTSSLYDGEERWRSEGIQIGGVKSARGVVGNWFDK                                       
>Ncra_5208NCU05939                                                              
MLDPKEYPLAAQPTPMFLKNFSSTYTVPQGFQHKGQIWSPVGGFGVDGNQHRVENIDYIEEPTVESGGSLTPSLIQRRPQ
PKRLQRPSSRFDSPNNSPLPRSMARLGVLTSDTELRRALAKGPRHQRSPRTDTDYLATPDEAERDSGDFDHDAPALQLVN
TTEAETSQSTAYDDAESQAGSETQTVFSAVATPPITDVEFQPAADYDEPLQQTVRGLHASHAISAVTAQDASLPSPRLSP
TLAAAQLQLGPSDDEGADDEVTASTNAFGRSGPSQWLDETQGTGDADAEMVDDSLVLSPGRCDSTISPSQLDGAYHHTLM
NPDMMIDSFDAMPTQMKSWMIYQLLRRCPRKTLQAVADVVNPALKCDFFRRLPTELSLHILSYLDHRDLCRAAQVSKQWR
NIVDSNETGWKELFDRDGFQLAPGELQKAIAQGWGWQDPVGALEGEVDLSQHSKLTSSESELFKSAVKSEKSDKADTSPT
PRTRSSKRKRHAGHTNTERSKRRVSFQDFRERFHQTHRSEGPMSAASAAALAVPDPQIGLPSLRRLHLYKSLYRRHYMIR
QNWTSGKVKPSHVAFAAHPRHVITCLQFDEDKIITGSDDTLIHVYDTKTGKLRTKLEGHEGGVWALQYVGNTLVSGSTDR
SVRVWDIQKGICTQTFYGHTSTVRCLQILMPTETGEVKNGEPVMMPEKPLIITGSRDSQLRVWRLPEPGSRRYIMNGPAA
NEENCPYFVRILSGHAHSVRSISAHGDTLVSGSYDSTVRVWRISTGQQLHVLSGHNQKVYSVVLDHKRNRCISGSMDSFV
KIWDLDTGACLYTLEGHSLLVGLLDLRDEKLVSAAADSTLRIWDPENGKCKHTLMAHTGAITCFQHDGRKVISGSEKTVK
MWDVQTGECMQDLLTDLSGVWQVKFDERRCVAAVQRGNLTYVEILDFGAVRDGAPPEELGKRKLLNEAEVQQLLLAEGE 
>Ncra_5492NCU06250                                                              
MDSQPSRPSTPISASNGMPENGEVMRARSKGREKLLRGLQRISSSPALAPFQRQRSSSSPYHGHSNLSCVSLATPNAPSP
FGQTSISSSYFSHGASTASSSVPSTAPTTPGFESPACNVSDPMLAVRKVGHPIHATTSIALPHHKKKLTTFNLWANMPHE
IRIHVLSFLTPKELVRTSRVSKDLYNMCYDGQLWTRCDASEFYQQIPAEALAQIIVSAGSFIKDLNLRGCVQLEHHRRAE
MVVKASRNLVNATLEGCRNLQRQTLHDLIKRNNRLVNLNLTGLPAVCNTTLRLIAESCPQLEMLNVSWCKHMDAKAIQTV
LEGCPKLKDLRVGEVKGFKDLEVAKSIFTTNNLERLVLAGCEDLSDAALQVMMHGVDPEIDVLTNTPMVPPRKLRHLDLS
RCNRLTSQGIQALGHLVPDLEGLILSGITTLTDSALEPILASAPRLTHLELEDLGELTNSLLSEHLAKAPCASKLEHLSI
GYCGNLGDTGMLPVFRACTSLRSVIMDNTRISDLVLAEAASMVRQRAMDARRRAISVSPQQVSGLPNVTLHLTVYDCGNV
TWTGIREVLSRNTEPMKISVPTTDTPSITLTEEPSSSDLTTSMFDTDNKSGTATTTPINPSPTTSTTVGTTTYSCPPTET
IALKCYYGWQQTVDEHTKRVLRGSFPSARRLEAKWAQYMQAEEEERAGGDGAGRRRRRRRAREAAMVHANEEGLGHLGED
GEDVWGAGGGDEGMGVAGGRRRARTAVCVVM                                                 
>Ncra_5706NCU06483                                                              
MSPYGKHQSISERRGSVLGEELSLNTHSAKLAQQHRPQPPLTPLGMNPSADFNQQLSAGSPPPPPTPAASPGPSQTQPDW
SNAEEDESIVLSLMRENFLKATTPEKKRILEDIVNMCNSQQLSFILQLVSPRLKKDPMMSLPDELCLRVLSFIDDPKDLA
RASQVSRRWRDLVSDDMTWKNLCLKHDYQRRLSEVQTSMQYSNFLRPDPTSSFYQPYSAPAASVTFDDASSLRRPRSYKS
HFKQRYLVDAAWRTGGRNITKNITQEGGVVTSLHLTKKYIIVALDNTKIHVFDTEGNELRTLRGHMMGVWAMVPWDDVLV
SGGCDRDVRVWDLTTGVCMHTLRGHTSTVRCLKMSDANTAISGSRDTTLRVWDIKNGVCRNVLVGHQASVRCLEIHGDIV
VSGSYDTTAKVWSISEGRCLHTLSGHYSQIYAIAFDGYRVATGSLDTSVRIWNAATGECQAVLQGHTSLVGQLQMRGGTL
VTGGSDGSVRVWSLERFCPIHRLAAHDNSVTSLQFDDTRIVSGGSDGRVKVWDLKTGQLVRELISQGEAVWRVAFEAEKC
VAMALRNSRTVMEVWSFSPPEDVLLDRHERQPFMLTPRPTIEAPVPERPSSAMDDSLIGTGMQDVDMPDAGPATAPLRPN
ASFFQASRGA                                                                      
>Ncra_6100NCU06932                                                              
MEGNLPNQSWPSPWHHILPSPSQQGTDNNLNAAPAATSTAAANDDPHHRQTPRLHAEPLDLDAYTPESHSFCSATTEANS
ERMAEYMASQQGRHPFSPLLSILARVDTDERDVADEVNSSTFPEQTSSLVRLPPELLEGIFDHLSAIDLVAVSATCRHLR
TIATSEFRWQGLVQENVPGYRVTSCYPYTSFRQLYKAHDPRWFLPKYKIWFADDSLYGRLIIARFDQRRGCIEGYQLVAS
VPSHLWDDDLLVNDHPIRKHDFRVGLHLDHPVFHLDPENQSPESDNATVRSWQELDSERYKDDPNRPKPHFKVEVRAQGG
SSLSAGSRSRSFHTNFFLAKAQRLHNVIHDAEDLMDAHDVRDLLHSDLSRSLSPRDYLMRSAIPGIGGGDGLRNAVPHHG
MMTILRDKYWPPPTIEAPHRVANVGPVGVHGGYNAEATSKILQSPPATRAEVSDHAFHLRRWVEFGRVMRAHIGEELVTY
STLDEKLYTPTPEKPYRGIFVGHYGPHGCEFILMHQPDDDPSIQDAEIERRENETDEEFQKRKLESKVYKGGLAGIKLTG
DPNVPRGEYTFVAKDIGEGGFVKVADEEEFRGARVVKAKGHVAEHNFRDDDWIDCDLFLASHNTLALHWHRWDMTSVFER
VDIDKFIVPE                                                                      
>Ncra_6263NCU07110                                                              
MSVISLHNAPLEILLIILDNVDPISLINLAQTCQTLRATIRPTRINFLQRLLALELIPEYGGIVPLLRGRDSHISPRMGS
KDWESNKYACGGCLKLLPHTRFDNHNILRLDLRKPPPGSREANRLAEWWFIDRWDDGVRARIFQHRIHIRARDESLADVR
MRYHEATHPWEGMRQAGGINQFLWAGNVEAEILATNDQIASNHELLICGLRRHNRRCIECIFVRGDWHRNKNAMLNGGRP
ILPSPVVAGRKLDFYNFFDRCFPNLFHPVPRAKIGRRFLYYGAHDPKTYHLVMRILRCGGCAKWREASQFRLPVRAYEEV
HFLTDAMSKYCVQDAELGELREPRCNRCFLREHGMAAFRRHLVAFARSLMVDALERTRYQVLFGWDKLCDDFRLPFGDFA
NYWVEYGKSIVSDFPIQGEDLLAEPFLTTHQLDELSRRFTCFTSFVERMYQGLRPVRPAISDIRSNEEIMASTMDSWFRV



WYDDYHLYEKTYRRLQDQLKWIEQHELEVVSYALEADPWGPKSWDLGWEVEEER                          
>Ncra_6397NCU07257                                                              
MTTTTQGPATDLFFFFSDILEITAVVEASLYISWSSGRHAGLPFPKFLSDNRAPSDITPFRSTALFNEPLILLPSDSNTL
SILHRSDSDQMGPTSAMDSLPNEILNDILDLLPTRALLPLVRVNSHFYSVALHILHQRLLQAAALPEHRLILECYHPSAK
LSTPYLYCDYLRTDKIGAGPNGDEEANGPEPEPTLAGLKGLYSHFRPVVQEENRRPRLRYPRRQQQQANNGEPSTDAADH
RPSEEVFLDEGELFSQLCCTTNLVKVGPKPGFFLSNVNVSDGIMRVWRSWLSDQTNSTLSSVASSASSSTTDLHATAKRS
AQREATREKATESPEERLARLAEAKAARTVLWADPERNVGVRFRVTKKATDDYINNRHYRREQPLLVPADEAFDEEEQPV
AYQLEFDEVLVRSSRLLFTMQKSEEVSEGAGGNHEAVFMDPTGPVSIPVQMIFWPSMLIGGDSNTFHWNHMSALEMTGRA
>Ncra_6640NCU07521                                                              
MEAHARATASMEEAQSPHAAESSTKTSRRRGHSLSVSPPWHTAKSTTHNHGPRDSTLQHSIFGQNHGPFRSHRQNSAASD
DAVPAHPKQGHKLKGMLRRASVSFRSGVKGIVHRRTSVPNTPTFEPDAGAGPSQPSATARPTTAHSTWNKLRQATSFHRH
SRRMSVHHGEYPFGHIALQSPPLPVPGSGEQPPIIPRNTGAAARQAAASAGHGLEMINIPAPRPWANDGMDDYESGIGIA
VTRGRSSESDVFMDGVDSDVDIELNSPSPNDEVDIIKVDFISQLPLELGIHILGQLDASSLASASLVSRSWNHAAMNQHI
WRESFLREKTTTYATSGAVKPGTGLGVPAIRPGNDWKEIYRVREELDKRWKEGKARPIYLHGHTDSIYCLQFDEHKIITG
SRDKTIRVWDMKTYSCKLVLGPPEIINDSDLSLLHDEAGNPIHYATLPELDPHPSASGQIQTPARSHFSSPALFSPPIFH
RASILCLQYDDEILVTGSSDATCIVYDIASGYQPVRQLRHHSAAVLDLVFDDKHIVTCSKDVSICVWDRATGALLKQLRG
HTGPVNAVQMRGNTIVSCSGDFRVKLWNIETGKQIREFLGHTKGLACSQFSEDGRYVASAGNDRVIRIWDANTGECVREM
KAHGDLVRSLHVDSVSGRLISGSYDTDIKVWDMETGAQLLDFPQWHNSWVLSAKSDYRRIVSSGQDPKILIMDFGADVKG
IEMLETPAPKVVPQHQQQTNNQVAVPSEPGPGGYF                                             
>Ncra_7081NCU07996                                                              
MHQGSTETSVSLPRDPYPISSGQTVQHGSPHSQPSSPDDASPHESIFGGDAASSSSDDGHRFDHDFGRLRAADYASAAQP
VMTAGQRIAEYESALLLSRHRAPHTVAFQVVKNTSSTPGRVKLTDFPNEILTHILSHLHPDSHGDVALVSKRFYHLVAAP
YAWRRAFLRNFPGQESLLSAKNRSEFANEDGELDRIRSESRYFARLSAMATWRSEYLLRTRLLRSVSRGKPDGSSNLSIQ
SGKKAAAVLTYSPRLTWMVTHLHAVFSGNRNGPRVMHGSRDIGVASVGDPTTGKIDKLGMDDQFQFQQLDEVHPGLVYYG
MGDGAAAVPNVIDVSQPYGLIGAEAFPGGRVYFKPQGQLRGRFLGIVPETVDDEPEIPKIPELLDAVCSVWIAKSPNVPT
ATDSMIGMFTGSTLGIVTAYTLGYEISGRRAGNRVGEITARWVLSPGVPIVDIKVDDNYNLRRKGMNRVWAVALNALGEV
FYLIQTPTPSSTRGKSTTLLKDAWDAGRTAYWEMIEATRRVATPDDCNKNAADGSYTPRSSANFMNLSRAQIVAEAREIE
SYLRRKPAYFRGVCLGWDMQRRLEVDFAAGDESGGEAIFKIDCGLEENVPPAVRRYVRHKTSPVINPEKVAALLSSAPKA
SIFGGTETSKSWDSISQSTTSNGEKPSAIQASSDSPSTSATPAGDTINGWSVTDYKLKIPLGAEITASAIDLSAYAVMAA
FEDPLCFEHDGSGDTSKEIPGRRARYLAVGTSTGAVNVWNTRDHHSSHTVKPLRVIQTDSPAISSLALSALYLLHGGTDG
VVQAWDPLASTHEPIRTLNAKVSGRIPRPILSQAPAMERIVYSAVRAIFLDPDPTVLRGVSAWGNNIRFWSYSSTNQTPG
RKRRHRHNDVHGRLSSRRTSHHVSGFIAAEEAELIHEEETRTREMARLRSRFGQGLADMTEEEALLYAQMISEEDFIKQE
SVRLAAEAEMGSTIDEEWERLPSTGSSADQLTPEPSPPGASPSVTGSGANLATANQESEEEMIQRAIRLSLLESNGSVDG
VAAVEPAPAPEPVASEAEQYPPRSPSPLPEFSIKVKPLKGKGKGKQPSLATGSSSSHSTPVIPFSETGHSNGSVFGRDPS
DIAYDTAPAAATTNVTSGTDIDDDLALALRLSLEEEQARQHRMAHQNVVPTVSDVRHALENSEEFPRLDVKGKGKGKMI 
>Ncra_7400NCU08348                                                              
MSQVRQSPRVDSNSKGTPHNNPTMGNGRDQMRAATATPQAPSLESFPNEIKLHILSFLEAPHITNLQLVSRAFRDLGRDN
SFWRSRCLQESSFLESLERRRAFGRLATQGLSGTFQIQPDESAMGTIWQGAYPSPDSSSANTPGNGSWATPTTPAILKSF
RASSKKEQMRIMANWDPCFPTERVSWYEEYIQRHAPVVINWLPLPHVNGPKSEYVEARGVALYRPDNPRPDQGVEAASDE
TLLAVSPLDDGSVCIWDVNGTRGRKGAMLAKSAPGLLLINGPGTDNSKRSQRVDSGVTECVSVDSSLHRAFFAVQNPLSA
ASPTVPLTVGTNLELHLHDYRSRRRFRSAPEDDQVDFNFTDAQAMYERGIRNIFSDEPVGSWTSLAQPGPLSILHLQRPG
QQAELSDDIYVAGRFSHILHYDRRNLSRIRGSINSKARLCSMASLPSPFSKRDSELRRKGELTLQQVEGSKSLNGGRTLI
AGGDYNMKGSLEIYGLAPPDSGKTLMGDLDDFAYQNRQSASASKVLSVANHGTRIVFSDGSGYIKWFERDGFTEVRRCRI
GHSEEAQGPSIFASMPGSSDIARKLLPTRAGEAKQKINDNDLLFWTGERLGLLNFSARPGFTAEEFEEQVEAVDDETRAK
EREERDYTETMRRALQNHTDGVMFTRHFGLGNGSLN                                            
>Ncra_7576NCU08563                                                              
MDSYHLAPSRPTASFGHDNDAPLQHGPLVNSYSHHHNNHSRDTDSDPTDQNCDRKRPEQQARLRSRNSVTNMSSVLMSKT
VTPFLREHIPSIYAPIGKPGNQETARAENPNSKYCYRHHPDSKCRRAADKAKMVMIQSELDKLTSADQQAVTHVWSLFSA
APARHRDLMLQGILSQLCFPQLSFVSREVNEALKIDFISALPVELAQKVLCYLDTVSLTKAAQVSQRWRTLADSDAVWVR
MCEQHVNRKCTKCGWGLPLLERKKLRNYTRQRQLAKGGPQGRVTELADSHDSQDRSVNQHGKRPAAEAEEEDPIKKRQCM
AAAEASKAVTQPKTRSWKAVYRDRWQVSYNWKNSRYKLSVLKGHENGVTCLQLDDNILATGSYDTTIKIWNIETEECIRT
LVGHTAGIRALQFDDSKLISGSLDHTIKVWNWHTGECLSTFAAHTDSVISVHFDGHLLASGSSDKTVKIFDFNSKETYCL
KGHSDWVNSTHVDIKSRTVFSASDDTTIKLWDLDTRQVIRTYEGHVGHVQQVLILPPEYEPDEEVLNGASQDNQDAMSVS
SGGSGSPSMSHAQIERAGSPGSHSSSHNLLPSSLPSGDEDVRHLYGSAFVADESRPLPPRYFMTGGLDSTMRLWDSATGR
CLRTLFGHLEGVWSLAGDTIRVISGANDGMVKTWEPRSGKCDATYTGHCGPVTCVGLSDSLMASGSEDGTIRLHSFKPCR
Q                                                                               
>Ncra_7639NCU08642                                                              
MRRSRTPPPSPYRVLAHHGGPQPPQDSGALIRSFNVETNPTRPIRPSPLTASTIPDMPLDLVDRIRSFPLFVSAPEGFLV
AIGTHLKPQVHAAQDHILTEGDEAKAMYWLVRGVVAVTSRDGEAVYAELKPGAFFGEIGVLMDVPRTATIISRTKCLLVV
LKKEDLHAELPKYPDMEKAIRQEAQERLTILKKKRQEGRQMANSSSNNLAREAVPGEVSTGESGSIKEGAVVRSKKRKSP
SPGVIDDPTISGSALGSGYVNVRKTLKELPLFSTLPPDILHFLGLSAQPKSYSPFTDIVRQGSPGNDIFFIVRGEAEVVH
ESEKTFSRPRLKQGQYFGEVASLGLSEGRTATVRSITAVECLMIGGDALEELWKRCPPEIRSQVEETARRRIKGTDEDVE



MVDAQPEVTFTTPSKPTSPAKDKTQQPTDPDPFLSVDMENIRNRRRNSIVPPTPQTDASAIVNGMKAMTPESSPLRHSVA
DGSPIPSKRARTLPWRPSTIEDEAKKLSLPDDILVCIFKHMDLLELIRLRIVCRDWRRLLTTSPNLCTHVDLSLINRKVT
DWSLVHILAPFIGLRPVEVDISNCFHITDEGFQALWKQCGKNIKVWKMRSVWDVSASQILEMSENAKNLEELDWSNCRKV
GDNLLARVVGWVVPEPPPSRSSENGKVVIASSNSRSRRSKPTTANGSATAPAQPPPGTVIGCPNLARLNLSYCKHITDRS
MHHLALHASSRLQSLSLTRCTSVTDQGFQTWSPHRFPNLTTLCLADCTHLTDTSIIALVNSCKSLTHLDLSFCCALSDTA
TEVIALGLPGLRELRMAFCGSAVSDASLGCVALHLNELRGLSVRGCVRVTGVGVENVLEGCGRLEWVDVSQCRNLGGWLV
GGGVGRWGFDERVAKKKGGDDALRIMESKAQGGKMGAGGVGGGVQRPRGNNGGLRQSKVLGPGPVMRPIIPPKGVTNHRT
RKPIRFVVEKCGLELR                                                                
>Ncra_8695NCU09807                                                              
MTGDGEDVHPGPVPKRSGSVPTLRDDQDRNSSMEVFDSSSAASTVLAVPTQTEPDVGMPEAPKMSLLGKRQSREHAVDSE
HSSESGANVKKVKLAQDRARQAVASNKLPKDKSRLSAEVWHHIFSFCPPRSLGNLLRVNKLFNHYLDPSSSLVNREVPLP
TAKGVLGFLKPNVIWQLSRRLFWPQMPAPLRSMAEIDMWRLACSLKCQKCNKQPAQSHAALSETCSTAAAPCLGPGLNGV
AVIWPFASRLCGRCLVMTSTKEIDFMVTQSTPSAVLQGIAFAYVTPDLRIQPSNTSNTDKLKLFSATDVAEVNKEFHDVQ
ALGPGAMDEWMKGLNNRGYVNTKVSSIPNSNSATPAASPTSYPIALPATRAQVPSSQALSQPRQERTAEEVAKLKAIRKA
EIERRALLLDPPLTPDVLRHLPAFEAAMQIVLPFQDKDWDFLKPRLLTQRGEAEHRHPGLLVVKEEAQQNRTERRQLEAT
LATTKEARELIDKQWEETQAPLRVRIAGLADEAIRETWGKGKKVTRDNCAKFAVDVLCYIRKRFYAEVAEKAAAAHSVGR
EVPVDPPEGPFTQKLTLENMKWIFDTKIKPHTESYRKELFYCNGCDSNAKTFGFEGVIQHYAAKHTTALSLGTIVVHWRA
EWPQYPPFRYEHRLSKQPPHNHGFRPSFVGSLGVPVLPQGHDYPSTNGHAGLPSFQTYPAPGYHTALYPEQYQAILPPVY
PQGHYNPAPQQPLYGQPPLPPPPQQQQQQQQQQQQQPYVAQPPLYPPYQHPATTYPPLATSEPPQGYGPPPPAVQAYNYN
SFQANAHSSYPEIQPPGYPDGYQIRLEIVARSSRETWNSLGVIRDLPGSIRVFVTIHHLVKRFHAMFGEVPPFSMFIDGL
SNNKDMRPVRNVNGLVCKACHLKLGNAPHVVEERKAFSMPQLVNHFQSKHIEPMQAQGIYPLLDWIMDMVLLPNLEALSK
LRTCGEPQRGMLADALPYLFQPHLTSAQQYPSPYPVLSKGRHFEFSGLELNGLAGREQPYNGSPAPRQYLSAGHPSGRDS
GNMVLPTLTNYVSEQQPSLNLSVPDISDFGRDVQEESTMAEARNLLDDISDMDNQDRHVNLHPAMESARLSFEEAKKVEA
GTEEQNKGWNTSRTESGKSYSSYHNSGAGEHANRPREASLVFHPATHTPPRPSMAVSRAMQPLSITGHEEMSSLQHQGHP
SAVDHRHRNLNDRSYTIEHGMAAVSGAAPPSRIYDRYDEDSRRSRSPVYGTSYQSVPAGRDRSLLMQQVAPAYLSGARVP
PLNDEVEYSRYRLQTVVSGYVPRRADTEVYGRPPPRPEYHDQDQIPRPEYYRNLVDARSQSRPLAPALPADTYEIVQVRD
ERGEYLIRRPVRRDSAAQSFQDAGRRAHRDANPDGAASYADSEQPVCTADSREAPSAACTRHGTLVREDTERVARGRDPY
YDEYDPRFPGAS                                                                    
>Ncra_8777NCU09899                                                              
MDSLHITEFGSERYLDKINRPQTSITPPPSTAAPSSQFLLPFRGACPPEAEDATIRASELKRTEKKGFLSFRKFHAKATS
SSNSLDQGERRFLATEQLPRQSTSFDRQFHFLPTELQVEIIASLPLSDILNLRLASRSLHALISLNEAPIARHHLDNHVP
AYAKRLYPPPAPSALNLHYLCGIWHRLHVAAKLSYLMCEWISRELFLRNTEEKKKAFAPQRERMRRRLIPLLFTIFHFFE
IYREHHLKYLAENDGRGLLREPYTINPIEAQIMSLYDDKTLLRVHEVFPLVISSFCRRLRPPSYVGLVERSIRGYLRDKP
PDEVHVAILCIGGLREVERIWEVKGYNTRRAAVDNWYTSITRDTAEQEPKKKRGMLGLKRKKSSFGMGKNSLGDAVVANA
RVFGEASLAARDPMSDLVFNTSLSTGRPMGPLARDQLKLLLSDLPILQKIFLETAEALILERKIVERASDIKRNAQIFTD
LICEDRLEEEDQWWYGTVAPESVRPNLEAIEEDVLE                                            
>Ncra_8985NCU10476                                                              
MERYLIKKTASPSAGLKRKASDSPANSALAPAKRPQPLRPHESRSNAVDIRDQEGKYVGIEYDSWKDQITASIDQARSAT
RSKEGGIKVLGALLKYTSSSSSSSSSLLVLVLSSAATAINACPCKPGSHGNNKACHISQCVTAVYEESPDALHRAATEPC
SCGFVWPSCTDLFHIRAVDSLADSLDKQEKHVAAFSTALGLIRLDPAHPIGYCRVARLLRNLTKNKDKQTSALALTTILR
DSKLDPSHDVHDLTVRFVRSGLYNMEQYRRGKYNQYHWLLRQLSSMLDMPESKRDPVEKLPHELLTMIWSHLDTDSLMRC
ERVSKKWQKLVLSDSVLWSKVSLGRPGKPGRLFPKFLNKHKNIRSLTINDTSYFKMTHDKLQMIMRGLPSLERLSLHRRM
RLNNPDGPGDVPKLLGGVQGKHLTKLTHLSLNKLDAHTAKELLALTSPSLQVLDLQGFSGKNLNGIMTRQPWPSLRKLRL
KLSDDDYDPRIHLGQLNMNGLMNLAPHLEELHIKGYGLKFVDLGLHDMPFDKVPLSDVRPWQNLQSLYIGSVRSHDPLED
IFQGSFVLPALPNLRSIEILSDSAHLIDYLFTTCDELGSPIQGSLNDLTVTTAESGIASAGWPQLEVFRCHGPISTSILR
KGLAEAATNGSLKVLELAINSDRSLFNHRIQVDLIKDWAFTSSPSVHHIGLYHFNWAQHYSNFDGEPFIDWLQQFPNVDT
VTVAPGRHSGLLPFIEKLITHPQIKALYFDPTGLSSPEWYEITEVGKKYGVKMFNLNGGPLHAFDGGDFDGARPNLGLSV
>Ncra_9784NCU12130                                                              
MAPLPLQSGAGQRQIWSWPTVEEERDEEQLEESTSVQFASQTSQMTLLSSGSTPLPVMERSEGSSREWDGMATGGVNNIL
TDIRPDTRAIVRLILYEILSHLDVCDLFSTSKTSHHLRTLSTSPTLHTLRLRRARLLLPLSLTSPSRPSLADLIRRSIFL
TNTALMSRKLARKLASIHLARRLAARPSAEQLVERCVLPAECVPCGTRKKVMVAPALVAKKRAVERERVKDGLRGWIGEV
WMGRVKEREGKVRKEEEETGVGRVWRLRRFWEGVSRGRV                                         
>Scer_SCRT_00304                                                                
MTLFSCSVQMPLEERSLTNLPLNLLFRILSHLDMNDLQNIGKTCTLLRMLANENIVYRNAVIGSNGNMWWTKNVLVDVFD
VLNFNRKAMKTLNSHNISLVASLRNVQRKYKLGVIDPARKTISYRTNEVESKEKGSVKDLNMDLNEPTEITREQIAHTAI
LQGMNQFIELNDKAFRTHSADSDDTYIEENNGEIHSLHGLEKNTTFEEDLVKKPPFIPSPTFSNYSRSSTNSVFSSSSPK
LLDDDWNNITMDFTKSRDPDYKEMTPTSTESSDSITRLRKSNKVKDKAELFEKLIFRDSRPLKTKKKDNPRLKLSSSLSA
NDEDFRKIISPPSDILPKVGRRSVSRGYLEEIERHYPDFNGETTNPLAIKRVNSTKIANYEQLIIKENSSNCKGITEKND
ENKFQRSHTSPVIELSKPHQRSKLKAVVTDGNKICYRKIELDNPSGSNTNDHVIKRLDANTDFNI*              
>Scer_SCRT_01480                                                                
MSYKFITKNKKYTPMSSPGNSGVAIDSTVLKAIELGTRLFKSGEYLQAKRIFTNALRVCDSYSQEQIMRIRNSYQLDTAR
PDNKRLYHPRYIKILDNICACYEKLNDLKSCLDVSQRLLKLEPGNIKCYIRCTRTLIKLKDWKRAYKTCSRGLQLCNNDS



NHLRQQKQFIKNNMVQKQDGKRSYIDPSEETKIAKKKKNNNFLESLPKKKIKGSTKKTDLVGNLPIEILPIIFQRFTTNE
LVTLSLVCNKWRDKILYHLDCFQEFNLAPINFKNFVKFMDFLQQNFTRTYRKYILSQVKVSSRITSEELRITQLLFSKMP
KCINIERLILSMPTLTTTQIFKLMVRGGTDFFARLLELSLMITYRPDKQHELEILQTCPLLKKIELIFVNSLVPIFDGNN
SVGRDGSFNVMARHTNMQIPTVDNDEQGIVEEKVIYSELEKITLICDKKKIKNFPLCRALLRGQFPLLQKLTITGVTFPM
NNQDIINFQWLLNFPDLKELWIEDNDNCELSKFLQLLKFSNVWKNLEKLTFRENKLYPIINLDEDQPVTNDNEVPSMLFY
KENLQNLEKLDLMGTSISGSALTRLCEQEYLDGRKLRSLNIGNCPNIQFPNNHAHAARMILDVNAVLKRLSKLEEINLSH
LSSLNDSTMKSFIINVPFLENLKRLDISHNFEITGISIYEFLKKFQMDHDNEAGGQPLAYLNIDGCSQVSHITVNMIRAQ
NLVTQVDCVYERDVWRKFGINSYSYS*                                                     
>Scer_SCRT_01810                                                                
MERPGLVLQDLPPEILINIFSHLDEKDLFTLQELSTHFRNLIHDEELWKNLFKSRVHTTHFPTFSQSSKFSVEYIERTRG
LHHWQHNKAIRTKYTIIPTRNWDQPSIERIVFDYPRVAAYNDGTITILQLQNHKRQKKFKKLIYIPCTTPQGCSTMDFNI
NAAVFGRFDGRVFGKLLSNKSYLTPVMEFTGRHSAGVTAICNSESWDTSREDWSVSGSENGEIIWWCENKLVKMWKVSNR
VIWKLAFFKDWTLIMDDEKLYIIHQMQELHSIDIPKDLDEQPMRVRFFKMDFGSMTLVLADLNNVYTISVNPNGNFGNLR
KLEMPEQICAVEIDEKTSQREQNWQFAGDDGCYISLLTTQNTLYIINIRDLSSSGLKVQCKISFDEQVYVSQVTNLIVVV
ALPNVLQILNAMTGELIKTVLKTEKFPEFLKVSQDKIIMGSGNVLNYLKFVSSDSKKHHHSTKGKNTVSNKWNETLNTEL
QYYDEDEDLRRKRQSEISRLIDAYGGDLELSGDTDEENDIQLRIALLESQEAQARNQAEAGEPVGDDEDEQLRRALEESQ
LIYETQTNSSANHGNSTNDEIDEDDEEFLRAIRQSRVEDERRRHLRNHTTGRRNGPLSDDNFATYGAAESSERTSTENTI
GSSVGVDASNNVDEDLQLAIALSLSEIN*                                                   
>Scer_SCRT_02765                                                                
MSSASRLQNVNIVSNNYSRYGTSVYDKLYHNNGSGSNNAGKNSTTVGKLSSISQKSRSKQRHGSNCSRSMSQSPLSTFKS
PLSNQNQSSAPDDLASIGQRRSDDVTSLDNETIITMNSRKSRIKKKYKSLISTSSKKFMNKLYDHGASSDSFSIFSLKTS
HSGKHENSRFEKLRKRKYHAWGKFADINDLPVEIIAKILSEFELGRDQKTLVRCLYVSKKFYKATKIVLYRLPYFTSTYR
VAQFVTSLRLHPDNGAYVKVLDLSHLKPGIIGQDSKDSQGLDDDGHSRRHRRRRRRSTNTSLNLPPATPTSTISNEDDAN
SGLIKDDASNGSEVEDLALAGWRDWRYRNEPLYSSPLLNSFKLKKVVSRSSSITSTSSGNSTGVHSTRRQRSNSSVASIT
TSIMSSIYNTSHVSLSSTTSNTSNGNISSGSNLSRVSTAGSLKKASAKSTRSSPQKAKPISDITSSSWFRMRLSSRNRKA
RTANTINLKNSKDKSDDDFKVIKHDSGHPSNYRSSTLKFSIEQPFSTHHPYANKFLLKYAPYKDLPLGYILHMLNLCPNL
VELNLSNLVICTDFKLINQRSERRRMTSSLLPAVQESSVSAGPEKDLEIVYMTDSGKGYEYYEGLSKKHSRSSSLGTNPS
SWIGGQANWTDYPPPIDAQTKTREEHRRNNTLNNKNVVLKKLNPFEIFEMICNRNEEKGGYCSLTKVKMNDIVWCRQYMV
KYFVMRTFHQHLDYKSMENNSYERHLFSFRDSGLDRNFSWACNAKLHEFVALMVMDHLSNLDDLGLEELFNIKSEKLYIK
NFCCRDPDILEISNLFDIRYGAGSEADATSDSNPEAESLQFRLTILKTEKPTSFWLTKVSKDYVSLVVKLCVDDDIDMDK
MKVGKPTLRIDSITHNLISRLKELRRVDLRRNVGENNYYAESII*                                   
>Scer_SCRT_03436                                                                
MKRLQLFGRSKYFSLVSSAAKEEEEEEEGCADAKSLLHSTSHDIKSRSLRFNDKSSLMCLPTKVLLLILRTLDFNTLVTL
CQVNSRFYNLITNEFLFQNVILDSKLSLLKFNALIHSEFHTSNIVTHSGDCSTQSRSQNARFLVRSIEFKNPQSQDSLLK
YSKFYNKSGQDSIIAGSYKLDSYDKDVKKLNNIRLNDETPIITSERIKLLDKFESNYFHYTYIELMLDIIDYLPNLTRVI
LSDVEPNFKIPLWYSVFNDGSRDFFKKIIKGQQSITNEDLRTFQLSKKFVKEYESKYYSLPRLKILEIKANNKRQRTSNR
QRHHQKLVLRPSLFCCFGIINELKLENVTIDTESLDTPMEFLPLFLKNEDNELYSLQSPITALTLDSCDVVPGNGILRLF
HSYFKMVKHLSLLKINSKFDLLLCSCFPSLSNLTIDCNSKCFTNEQVVGESYYFQQRSLDTEDDFDDCNSMTETLFEAPS
DSKIITPPPTSSVVLSLNLNYISRTTGNDVSNNPSPDNNKKPAMLTAAQLQTFQRQRIPEFHSFYHYYRLLWERLPSKNI
SINVINIPFTNVYPLSPLSFWEHLARTITSVDETDEDVGDENDQETLIGYENNSIRDNIPNTNAVPNLSTVMSPESDIHH
TYYWNNSVRRCLRDSLIKLKNRTIEYRDLDVEEFLQNVTLENFFNDFQDPENFKDIPNINLWCFLRNLSKFKAVKIRMLR
HFSLCTPRTRYDWELLLKPVLRVNVPIEVRDKDGFVLYSYGQK*                                    
>Scer_SCRT_03526                                                                
MPFQDYFQKKKAAFINRNNKSNADASALRDINDININFAAKSKNYVFPLTKLPDELMQEVFSHLPQPDRLQLCLVNKRLN
KIATKLLYRRIYLNDSNVVKSDFMHLAINWTLLNLPSSLKEEESRDIANYKLKKLIETLQNNIHITEVIQWIRINWDLDS
TLQRSILSILCNQGKSLQRLENVTDPACNDIISNGHFSRSNVSSFDMAPPNSLPEMVVPENYIPNLTKYLSQRISSRLSH
MTLFIDPLKLFNYLYPLDIKLQIIDLKLHWRREFYNNDYFVKKIRPGNPLTKLSEVFDKRTLKILTIISWNDTLLKRETE
MLKDFKEFENLEDLSLISIKQDVHILVDLFSSLTNLKRLKMDFLEEYVPEPTNPHIFLSILLACSKLQFIDLRYDGLIPQ
IINIQENKFQLNQQCNCTNCQIVFSDILKGKIFMFPEDYYIHDLQDIAAKDIFKMMKYLSLLPYSKACDAYPSVRTQPMN
LTNFVTKMNRNLLEYRNSKSQLVPKIVNNPHQHSTVTSTSTAHMSEPEMIIIDDDDDDDEINAAIPPSSDDTAATISTDL
ELPHESLTKRDIIMCYHALIHHFKSIYVTFLKSFPHLRFLMLNDIPTIVMEENNERIFEPVFYHYDYKSNLYGWSKESNK
NLENDSNNNNNNSDTIARIATVM*                                                        
>Scer_SCRT_04311                                                                
MTKRRNLFMVGSSFTIDHLPPEIWLCISKLLGTSDLHNLCLINRRLYLTITSDEIWKRRCYDRWINRENLDILTGNDYDS
IPVSQWYSYYLRRAKWENKIFCLLWGLTEETNPQHFREKYLHILQFRHYKLATFLHRIIKQGYIPDKRPLDLITYANYLL
KNVRHKYVFPLFYPTNAAELKNLNNMASRDAEMIYLRLSAIDTSFDDLLDAREFILNGICSDLLQKYKKIEEFLKLRPVT
RVSKLISISTDYLDCFTQPHDSVGQTNDRATGRELHREDFMLLRVYSREGRGYKTIILAIIQAITKRYNVDSYLARDHLV
VSEPDFPDGRAFVTVNEDFQPYIFDKEDLLSVWSNDFHNAENFESAVLPALLEPISIQHLLTEFFRELLRCKPRPFEGYP
NRAHGLRDMFPYGKVEVPRDVTMYFAFIYDLFDGMFESGMTSLRGQMLRDLLNYVNANNFGDLNIIIGQNALKEPNDCWS
NKRDYVLLDDNNKIGYFYTDIETEDTLCALNQYEVDGKVFITTIDILGDIRVRLAEGLTPFQGDNDKLWESFSSVVPRTD
WGLFFKGYDKERRRMQLNPYIEEKLSNLANDEQPLHNL*                                         
>Scer_SCRT_05224                                                                



MRRERQRMMSFEDEDKDDLDNSNSNNSSEMTDTAMMPPLKRLLITGSSDDLAQGSSGKKKMTMATRSPSSSPDLATNDSG
TRVQPLPEYNFTKFCYRHNPDIQFSPTHTACYKQDLKRTQEINANIAKLPLQEQSDIHHIISKYSNSNDKIRKLILDGIL
STSCFPQLSYISSLVTHMIKIDFISILPQELSLKILSYLDCQSLCNATRVCRKWQKLADDDRVWYHMCEQHIDRKCPNCG
WGLPLLHMKRARIQQNSTGSSSNADIQTQTTRPWKVIYRERFKVESNWRKGHCRIQEFKGHMDGVLTLQFNYRLLFTGSY
DSTIGIWDLFTGKLIRRLSGHSDGVKTLYFDDRKLITGSLDKTIRVWNYITGECISTYRGHSDSVLSVDSYQKVIVSGSA
DKTVKVWHVESRTCYTLRGHTEWVNCVKLHPKSFSCFSCSDDTTIRMWDIRTNSCLKVFRGHVGQVQKIIPLTIKDVENL
ATDNTSDGSSSQDDPTMTDGADESDTPSNEQETVLDENIPYPTHLLSCGLDNTIKLWDVKTGKCIRTQFGHVEGVWDIAA
DNFRIISGSHDGSIKVWDLQSGKCMHTFNGRRLQRETQHTQTQSLGDKVAPIACVCIGDSECFSGDEFGCVKMYKFDLND
*                                                                               
>Scer_SCRT_05540                                                                
MGSFPLAEFPLRDIPVPYSYRVSGGIASSGSVTALVTAAGTHRNSSTAKTVETEDGEEDIDEYQRKRAAGSGESTPERSD
FKRVKHDNHKTLHPVNLQNTGAASVDNDGLHNLTDISNDAEKLLMSVDDGSAAPSTLSVNMGVASHNVAAPTTVNAATIT
GSDVSNNVNSATINNPMEEGALPLSPTASSPGTTTPLAKTTKTINNYNNIADLIESKDSIISPEYLSDEIFTAINNNLPH
AYFKNLLFRLVANMDRSELSDLGTLIKDNLKRDLITSLPFEISLKIFNYLQFEDIINSLGVSQNWNKIIRKSTSLWKKLL
ISENFVSPKGFNSLNLKLSQKYPKLSQQDRLRLSFLENIFILKNWYNPKFVPQRTTLRGHMTSVITCLQFEDNYVITGAD
DKMIRVYDSINKKFLLQLSGHDGGVWALKYAHGGILVSGSTDRTVRVWDIKKGCCTHVFKGHNSTVRCLDIVEYKNIKYI
VTGSRDNTLHVWKLPKESSVPDHGEEHDYPLVFHTPEENPYFVGVLRGHMASVRTVSGHGNIVVSGSYDNTLIVWDVAQM
KCLYILSGHTDRIYSTIYDHERKRCISASMDTTIRIWDLENIWNNGECSYATNSASPCAKILGAMYTLQGHTALVGLLRL
SDKFLVSAAADGSIRGWDANDYSRKFSYHHTNLSAITTFYVSDNILVSGSENQFNIYNLRSGKLVHANILKDADQIWSVN
FKGKTLVAAVEKDGQSFLEILDFSKASKINYVSNPVNSSSSSLESISTSLGLTRTTIIP*                    
>Cneo_XP_572980                                                                 
MDKWAPIAPSRPQFQSASHLSNRFASVLKPSKHGPRSGAPAQFIGRWPEDVILRIIELLPIPDLPNAARVNRAFAHLVKD
ERGWEWRCTLLGIEHESIAPFTANLKDNELKPPVSTQRKPSFPAQQASVLEDDFGDFTGQDKDVFEDVDFGDFETAKPTV
PQGKFGTNTQQWGTSKEQNLLDFEDLPLPSRPTGSSSSHGRTTGFFALTPTMPLPSASFSSHSPGPYYLAYKTHHLSLLP
FCKHLRSSPSPSSTLSLLFPPSPTTALPPSLSHQSSVLLSLIRFLSPQLQPLRDWGFLRQALLAAADRFDSTCLVAFEVS
DGKKDEEGMKEAAESSWKVWEAGGGDREKWECGRVWVEKREVFYDTSRWDSLENIIKVQTQSGATIRQLDFTPMDAFMSH
VLEAFRIDAEIAHSVFPSKAKVVLSFCDRLSNEVIGEYIHPLLSQARAVSQDLFLRAAAATFVQAWKLVDVAMEVLGDEQ
NVIKKEQVEDSVFHMFEEHLDDYLDDETERVKHHLEDICRIWEQQLGTSDSEQLSKSHTPTFLISANPDQVKRNVLASFK
DALLLPVTIVPRTVTFGVNAIVSGGTQAVSGLAMLNPQKWTGKGGVVKEVKDGEEVVFEVTDVDEKTAEDMTNDDIMEGV
RVTENVENVKEALEPSHASSSNDSHARSAAGSLESSHPSTPSPKNNKSFDRLQLLVSLDTALELIQVDRDSLKRAETFVK
YPGKVGTKVREAIEEIFIFLLKAVGDRHIAPGFKIATNQMSTYKPAEHEETTSVAPLLQFFELVHIGDTIQSMVQVYFDK
ELSPYVDKTDFLNAVMREKKRFESVLDDAVAAGLNAGIEVLMNQVEHIILVKTGPREYYPVEGTPMELGPTQGCKEAIMC
LEMHCNLLKGSTSKEVLEVFYQEVGIRLEAIIQRHIKRQIISLEGGFQVIADLNAYYDFVSSLKQQRITDDFSDLKMLGN
VYIVSDAKDLAQIVRDVSRYGGAFTPEDIYEFIQRRSDWKKIEKTVDKAMYALSVREDCVVM                  
>Cneo_XP_572576                                                                 
MPVRPSRSNSDSSIPYVTNSSLASSYRPTSIRERETSPINTFNQLSLERSLTPPKAPRLAPQVTHDPKYTRHKRTQVLRN
TSGTPSAASTDDEDDQDERGRGGIDEEVKSWLELRDGQGWKRIGKYKSVNKRGEIKNDLTNQLPPEILIQIFRYLPGNKD
LLSVLLVSRFWCLCAFSLLWYKPTLPTITQLASIVRVIHSPTRSLPYANAIRRLPLIQLGPTLTDELFTSLLVCSRLERL
NISGADKLTSGALRNVIACMPNLVSLDLTGVINTDDAVLVIVGETCQKLQAINLSECRLVGDEGVLALAKESRALRRIKF
EKCHRITQKSLIPLIRACPLVLEYDFQDVISLSSSVLHTVFLHASHLREIRVNGCVSLNENCIPNLLDLSEMQDDGVAKV
SEDVGIKIEPAEGVTMWRPVTTTFEYLRVVDMTGCTDLGDKAVDNLITNAPKLRQLTLNKCPALTDKSLESIGKLGKHLH
NLHLGHVSLITDDGVINLARSCTRLRYLDLACCTLLTDACVAEIGENMPKLKRFGLVKVTNITDEAIYSLVRKHTSLERV
HLSYCDQLSVKAIAYLLNKLAHIKHLSLTGVSSFKVPELQEFCRPPPDFFNDHQRAAFCVFSGSRVVDLRDYLNNHYLPS
MEVDTSEDSGHDGAASSTSSLTIPRAAPTPDHSSISNSVAQHSNLVYRQSLSNLNDVWEDAPSPISPTPMSRPQPPHILT
ASIQYQSVQPGEGAPFPIASTSTSPPTFTSSSSARLTPNPTSAAPSYFNISSSPSLHNRFAYGGTTLPTHLDYLVPPSQE
SSRSSSMSSNGDRFPFIPHQVLSERSRGPDAPSRRDRPSGPRVPSDSYNVSPSYANEFASYWSREGRLPPASDAEVGMAR
THIAEEPMTQVPNLSHRPGANGSSSSSAGAQREGGRGSRWLQRFGNGR                                
>Cneo_XP_571447                                                                 
MPRTRSQTVALKNKAASLDRLPIELQTKIITHLKDIDPKSLLVLARVSKSLYYQCIDHIYYEVKLKRSNRKQFFRGLNSG
RFLREGEFKRWYKKPHQQPLFGQSVILRRLLLLDKVHRIIIADGPALEKTFDIAISAAIKHSFVSYSLYQDIEPQPLFRN
LGQGKKGLPCMIWKEGAMDHFDDLIQDSYLEDWEYAELHDESASEGSNNLARERLDDLYDLSLCQPGTPFCLHLPDSWCH
DSQKFLDGIFKRNALKTLAMHNVKLCDWRFGKSSGYYTPDEMHLFLLAQGLPKDTYERPLPHREALGKFLSHFSPEDTRC
KIHIYNYARKGAESEEDVKRKVLMVCRREYARKREFSLLYGNEEADEEPSDGCPFRGELVIHFEKAVCKFCGCH      
>Cneo_XP_571327                                                                 
MICITGPEVTDAVYRAAKQEAGGHSSLATCFYLISFFFAPSFLLSQARFLLIFLTVTLFTHICSLETRQAHGADKKNSRL
THKRPPPDLILPNMSSSSAPPNMTAFPRENHYELEDQALDVIPTRAGRKLCVRHKQMANQNVNEKLQRSLDNLNPSERAA
ITQMWSTFSTAPHGKRKIILEGILTMCCFSQLSHLSDSLNQIIRIDPFSLLPRETSLRILGYLDAFSLGRAAQVSRSWKA
LADDDLLWRRMCGQHIDRKCDKCGWGLPLLERKRLRVELKDRSPAGLVEHDHKHENENGESRLVTRDQVLSGNANTVSSI
GGLKSCDTSAMYLFPPNVNATAPKGIKRTAPESSVGAAKKVKMNDSDSDVEIIKPGGSSLTREVRLTRPWKTVYCERLMV
ERNWRKGRCSTKILKGHTDGVMCLQYHTALTNPSYSVLITGSYDRTVRVWNLDTGEEVRVLRGHTRAVRALQFDQMLLFT
GAMDGTVRMWNWRAGECLRVMDGHTDGVISLNYNGYLLATGSADSTINVWNFRTGNRFTLRGHEEWVNNVVLWDGKTSPS
DTDPAAIPSFTQAVSNRCQKSKSPAAASNEPTLPNIDPGAMLFSSSDDMTIKLWDLETAACIRTFEGHKAQVQSLRVLMV



DMTEEEVAARDRRQRRQATPPTTGFTAASLVSPPGSQAAFGAGGASIHDAPAGFDPLEHRGRSRSDTVQPRVYVHSPDGT
HKKSEREQSRGHEKKAIVASGSLDGTVKIWDVETGREQSTLFGHIEGVWAVDIDALRLVSASHDRTIKVWEKESAQCVQT
LVGHRGAVTSLQLSDDMIVSGSDDGDVMIWNFASSANNVSNTASVSGPCVDITPSPTPAIV                   
>Cneo_XP_570862                                                                 
MPKRQRPPSSPGSPAKRSAATRHSIADLFPFQEIFLRILSFLSANELAKVQGVCRYWQVMSLDPQLWKRLYLDKYPHPHQ
SRLIQTPESPKTTPMTVTGSLRPIARLPSRAFPPPSPSRTSSASTSLPTTPGKPEEVQSGNRAEAFGSLDMVGQYVRNDG
VDWKMMLRLGTNWSNGNVLSQATMPLPPSPSPSVHLSEGLPLFNPSSVPPRPSTQHLALFPSFIFTASPDSPLVYCYPSS
ASHINSPIGIIPPPPGWSSPSRPDNVTAICADQAVVFPEEGDGERSLPARMAVFYQSGGFVILTVRLSSALSNRGVTWVR
DAVSPGQSRPPSVRRRMYGQDRGDPIVYASMYSRLLVVCSKAFHLSVFDLQSGQLPRRITTMRSDVSFHPATLTLLPSFP
EGKDSGGQFVADHGTSQSFQAALTYSTPVYPSSWTIAVQEFTILLPPVSSLSTPSVSRGPTYHVSPRSTAGEPIWPRKIR
PAVGVKGAAKSVGTDGRWCVLAGECNKVEVFSLPFSSPNSSYCDDGIIKHSQTLVTHSSVIASVALASGRCVSGCKDGKV
LVWELDDEEQLESSGDDDNGEERRKAGRTVGYVEVREGGRRSTWKGASGPYYSQSNKVDKEEGAGHEGLPHPQSISSAAR
TLFLPQPPRTQNQVEERDGRKEIRCLAFDEEKIVGVVRGAKEEAIKVWNFG                             
>Cneo_XP_568745                                                                 
MLSIKRQSSLSSEDPSSEPPSALPPRLKTKQNVPASWSPNTTASNRRKLGGLFADLGMPTSGSPLKATPTRVESTPTKSG
QKSGWMGTLSSPITSFADRLAVLSMVANGEADPGKSPVKRKAKSKQVKDCKEYFTDNEGVTCERKRDIEEGLKFEHLPDD
LILEVLLHLPPTPQALSSVSSLSKRFYNLSRAPILWARIFNAAGYTSQLSKEVLERGLGVWEGPRGQWDGLTWVTETQDT
IDEIEEKVPPEYIPIHYPTLHRTACTLPQLIRSLLPAHRASFSTLSSHTESVYCVQSVGNWLITGSRDRSIKVWRLPPVN
SDEEARLVTTIPNAHNGSVLGLCFELDDKERGLLVTSSSDCTASIWSLDLSPYPQRKSVAVTKLQNLLHPLAVLDVALTS
SSIVTASKDCHVRVYSRDSFELVHLLTGHRGPVNCVTPRKVDWTSREKGEQREEVVSASGDGSWIVWDIKNGCQLKKGAD
VGRGLACVAWEDDYILTGDNECLVKLYDAETCKLLKVFQGHSNLVRAVALRVRDGMAISGSYDESVMIWDLHTGHLIKRP
TLGHHSLIFDLEMSCKRLILVGHGHSVQVLTWGKGLPYVDFFV                                     
>Cneo_XP_568593                                                                 
MAVPPRRVSVAAPAAPATRPMATSSPPPAPPAPPEGRLHWTPHAGDTRAKGGKDKAGWGELPVAVLHRILSYAQLAVPLD
LTLQTYYGHDQRAREVALALVRRIWFCRMRMVCTGWRNAVDSHSFWPEFTLLLDPSRHHSSAVSDIQSARLAPSTPSVPT
LFHRARSSTLSACLACRLNHPSRLGYYPAVRKRLTFTSKFALAPTCEKHANNFCSGCMRENEPQAGRVGALVEGGTPSPG
ELAVPSLMLSQCNHGDVDENGVERFPRSLVCPDCRKAAIWNEIRLILHECARGGRMRGERSLWLYNEKVKDYIDFNVGTA
FEMGYAAVEEQWLIDHTRWVELSETALQLQNHEKALKLQFLRTAAEETPAQKRMRLAREAELRGEDQVGKETEEEAMEME
MLYRSWWKELEDDDLSSDDEEEDELLNDKASLFLFSPDRIRYAFWVSPSDEVSKIVTDDRDRRIDRSSVIHTMFPDIALN
SAHPFSRYIEFTFEPAQACAEAAGLISLVPNDPSSSPISDGRFDPFLPPDRLLRALDKTFAEMLSARTSTAMENIVSMVR
EYCDDDDDKAEEVCENMRVEDILGRLTAWQMWVPRSLADQMKLAEMQKEMEAEGEVDYEGEESEEDLEGTIEEVPTSRSG
SPRVELVEGGEEEVHFTPVEVPPSDDYQPSPPSSSSPPLTLTLGKRKSTDVFPEPTDKRARPSTSPNERERKLEQLPQTP
RKQILSQDDTSGGLAVDTSASAAVVASDGGGAGGGGGLKRKEPPSPAVNHIDKGRKEVTPPPGPKFDLADGHGYYGDKRT
RVTGDLVQEASSAPVSSLPGSPTPMKKRVGGGGGGEEEEGGGFEVDVETEEMSRRGTSVTETVGTVPVTPEEGMSLGGET
VIDPKLVSMDPEGSDVDDPQAQSVQTIDNPPLVELVTPSPSPSLSTFPARSRSPSTVSAADSYSSGSSSIPLDGDGDGDG
TLTPLTSATARLARYVQRAHASTPFIPLPVCRLLPHPDHPAHPNQGGQGVQLPVNLGEGANRVLLNTWYEARGELRECKC
RICERARRKAWESLEAMRQLVASGEVTWETLLS                                               
>Cneo_XP_567804                                                                 
MAIIHSVLHSHLYLSYPLSSTNNLTMATSSLLQTALQNLHVSQQIHQQSHTPHPPSSPGSTSSRLSSPGGTPPMSDWEAD
EDELIAVGRGTRPATPVGGRGGTKLPSILGGKSKDPLRTLPTHLAVRIFLMLDIRSLARCDRVCKRWHKSSTLNYVWFLQ
NRALLLPRITTPETPGGKTRKIEGEIEFYDPYDKSPRLSSLPSPPIPTSTQPQWTKIESKKEWKSQFKHTFKRTDPTAEP
EPDRGRVDIASLHSSGFSTPTGSHSYAGLGSGNSSRWEAIGGEAPSSTERKLAAREAYKSLGGRKSRIKRKMGGELGAKD
KGGAIDDNRFDAPW                                                                  
>Cneo_XP_566904                                                                 
MQGTPNTMDYNDLDSANGRGLPTGGLTWSNEGPVLQMEDAVVETVVTHTTRTTTSFQPITLPRVPSPEHLKLPNHLPGEK
YPLADQPAPSDMRLFTMTLGGRRVIVQDENASGESGIEMSGPGWTRTLLNGSMTEAENGVDVADESLTFLQALNRSKGKE
KKREYEERSDAPASPVANDISARRSPPRKKIRGLDEINIPTGVNRALLSPLPSPEHESMSLSSIAPTAQAPNMGSGVELS
ALFSLPSLVSHFDTLPDRLQQHFLMHLLRRSRMPTLQRISNFVSTALRRDFITQLPHEVAIQILKSVDGKSLASASRVCK
KWKRIIDMERSVWKARLLDDKLWSGFGTEEQEESLVLERYEALDLHDQLEGRRTSYQAVSGEDEQMFSPTLGHDLPERPT
PLKHVYRRRYQDQKNWIHTRPEHSSFTGQGTNVVTCLQFDEDKIVSASDDHSINIYNTNDGQLRKRLDGHEGGVWTLQYK
GHTLVSGSTDRTVRIWDLEDLRMTYVFAGHTSTVRCLQIVEPVWEEETQSYQPPVPMIVTGSRDATLRVWKLPQKDDPLY
DGIVEEEQTELIGPDVNPFHMHLLEGHSLAVRAIATHGRICVSGSYDMSVRVWDIVKGTSLHVLTGHEDKGKNHTLDKSI
TEVDKALVYSIVYDPYRKRCASGSLDSTVKVWDIVSGQCLHTLQGHTSLVGLLGLSPNYLVSAAADSSLRIWDPNTCQLK
NVLASHSGAITCFQHDETKVISGSDGTLKLWDVKTGTFVRDLVVGISAVWQVSFNKNLLVAASNRNGATVFDVFRFGQSS
TQDVDDPSLDNLQPPRWERWAAEKRRRLEMEEKKKRKSRSRKARTESAWDDRLEKVRDPRMASWKTTLPYAPTGHLGYSV
EGEEPDERVGLQPPPAFGFRTGSHAGSSKGNSPYQLSSAQSGSNNVVRRSLHDLSGSPTPTGVARRRAGLMISKVPRAEG
SNGASAALPPGSVVGPLDIGESSASTAVVEDNYQDDEGEEDEEMENADEHSY                            
>Cneo_XP_566750                                                                 
MPGSPPLQRHVSTKAELLQKALTLPLELRRELATSLLWSMPRNEVLALNERLNMMLQKDIVGLLPPELAFLILSRLDLGD
ILKCSSVSRTWRNLCNKQALWALLCATNSPPIRPLPISWAELTTQYSLPPPTDDIEDPTFDISLSDDRLSNHYDVIDGQG
GMGGGGGIDPLGMSGGLRWNVWERGGAGSGEGLPVHLQRSAVNVQEFKKKEEPPITSHLAVPSANPQANFKHLYIVHHIL
EQRMKTPRPIGMANYMPSPPEEVKVNMPSLPPVPRPRTIDAISSIKYGGLPGHSEAVYSLSLISHSMRINMLQACPDCHV



QLAPPSNLSGITEGQFRLSVMETLSGAGTSPRRKLPNLSQAGGTRDLVTGRDWLLSGSRDKTLRLWQLSPAPRVVKIFHG
GHTGSVLTHAIVKVPCLPFISSPQSRFSKLEIGSSAKEAKERVKVMAVSGGSDGKICLWDVEGGNGEPEKCVKAHEDSVL
CVRADDERITIRLFSIHTLEPLLVIGGTADLYLHRGAVNAVGLSKDYIISASGDKTLRVWSIKTGALLACIEGHHRGIAS
IDFSPLPPSPINLPDGQIFRGLIVTGSSDASIRTFHLIEDRIPDLQNLKMGHSMVTSATDGSEDGYSQANTYGIPTELTG
EGHKVILVPQGSFFSPCICPPGLSRMEGGVCRRCFNRGHLDLVRTVHFGKGVILSGSYDATVKVWSPTGEIIADLHGAHT
GRVFSVVGDRMRIVSSGLDCRINIWDFSEGLDTSFVAP                                          
>Cneo_XP_572159                                                                 
MFFNYNGVQLLRRIPRVKTSTSSLLSSRDLTTLAASLFVTSLSIYCQYYLQSSLHFIFLPIRKSIICGMASMLERLMAKT
FQKQTPPADEQPDSTPYRPRREPLPYEIPDPKGTPWLLKVPDEVLERIFSNVDRVTFVRCHRVCSQINNFLSGNTSMKLR
NLLQTSSLILNPNALLPDAVNPHLVPPSKAQLLDTLRERLTRFRSFSPKSEETVKFQEYEGRLYEFLEGVLVRSVPIPYS
RQIGNEIGVYEFGKMGEWEDVKNRPGDGRDGGGKNRDEDDAMDEIIDIEEDEEFGNIRRTHKFGFQMLDFAFDPGQDLFV
VAEYKPHPQDPTINLHLFTLSTFQPHPRAKEHILTWPSGTLYGRAPSLGFQICDDGLFVLKNHHRGSKDMLCGWQWTTGR
LAVTLIAPHTSTFESFICLTPSSFAIPSVSTTLNPDSEILGDLTDPSDLIFSHHLNIYAFPPLSSTTVNEHEPVPPPHTA
THVTTIDLPEFVIDFENDLPPPRMTIRADPAPRYNLPTHPIGSPQPFIPDPESGIVVLEFYCQPTEDEEGHLQTTHYVMF
VRKKTLLGYLPAPTSPLLFSAFPRPAPVVPFANIAPKVRMLGPHQYVPSWVCYVYQDRYVTRSDVESEPCIQLYDFDPMR
VRQAQFDPELKDGQNAFEVITEEADVPSHQEYRHSTLVKGVKTGAELPCTVAELELLDDGVHTIIIDAERIIAFDDSEDE
NDELFMRIMEF                                                                     
>Ccin_CC1G_00586                                                                
MLQELQPSTQQSRLLRQRKKPRYDLDSDSEDEDRPKRLPKRHQRSPSNKRQKRRGKLATFVNLPLDILHEIFSHLHPYEL
LKLARTTKDFRRILMHKSSISTWRASFSELHNLPPCPPGMPEPAWANLCFSPHCHICLTPGVRNVEWRFRIRMCAKCAPN
HLIETYPLPSLDDLNRSIPGGFDIEIQNLPDIRYLLPNREGKRFKRVFMLEDLINFRDKFKALQTPEERLAFIDEQRKAT
EALNLHATNCAAWSHNQADDRSDELSRLRQERRQAIIKKLEQLGYKKDLQSIMPPDSLERQPFASKPQRLTERIWNNIKP
AAIKFMDQMREKRLQRELEELAVARKASACQYLQQVKNSLLPCSNLLPEPPDFCLLPGVTNILRKPLDVDVDASTFAANL
SDIQGMFATWRKDVVLPRLRQMMFAEEVRANVKWESADLPKGPAERPDSKTLAQTFTQEGKRTISMAGLEQKMKLANTVY
ACRHCPIGRSESVEYPSYFGFQDRLLFYPHVLGHPCLTRNRDEYYFPYLGPSVKHDAALYLENSPGTVRTRWCVGNLAVD
KKASEIAALVIQRVGLDPATATTDDMDRLDPWFHCAGCMPHMKRAKAAASSSDSDDDPDFTFIPLVGYYNWRRAIKHQLD
LHTPRPDPRDLFTAPISRRPSPPLSVGNLIPVSPNDSVMEKIKHKEHANEMERAEIWCCAHCRDLPRETELCTWPSMKEH
LAKLHNLEDPVLDRDYFKHYAACDLMTHSNFTVLIEQNVPGFF*                                    
>Ccin_CC1G_00640                                                                
MAYEQDADNIELVELFSFDSALLVLPNELLHKILSHPDLPADDVFQLAFTCRRMKQVCLPVYLDRAGIKTPEKECNIVIP
QYSQSKSYLSEDPPRHSHVLQALRLTPSITNVDALSCSFPYTPSMLEQIRHLDNLEQFIRQLKTVSTVALVFDPEDCLCA
KYTGTTSDETLRLWTNGIGNLLNAIVERKCISLSVKGLRYMCSSYGFKLSSDRMVTSAIAALGRAVKRPLVAKGRNSVLS
GNKWKFQRRAPGTQNHLVELSSAARAATALKHLAVSCTTLLLPPILQWTYEVLSTSPIERITFSNFKFNKFAWPIVEALF
SEAAPNLPHLEFRDAGTFTLDTFHSFVGAFSNLESLSFEPWTQSSTPGTRQPTPLPRFQKLTTLRAPATWLIETGAVFTH
SIPSLKNLTVVWNRQPGEAGDHDFPVVRRVLSSLSNKFPGITLEISNKLLAPTSVNNDFTNLASDTRCVHQILVVLNTDT
EKMASRQVAHAMRFYLRNFEELRQLRVKVKPQYTSDGLPIEAPCVQTVQATKHAKLELFEYNSAKQRIGGVDSA*     
>Ccin_CC1G_00678                                                                
MASQSEGIRRADLLDLPDELILHIFDHATVTNETLYTLSQVCKRLHELCLGICYGRFNLKNPQKHAKVAISANPDRVDAL
SILDISLKVVTLERLVCKFPTCEDDLPSLIRCVHRAANFVARLQSIGKVILVFSNESCCCCGKNNSKPKLEDGILHDWSA
AMGRLMNTILERSCHALVVKGGRYLGHLFAFRRTRPSQTKFLNPIEAVKTFFTNSKSGEVIEDVKRAPRVTRGDNWEFKQ
AAQHRVSLVLTDVSPLARDGSKLRSLTIQSMMFLMPPLLQWTISAMQYSKLENLTLGSLSINYKCWPAIFALLERAAPDL
LELSLTKLRQIDPGDLLKFLGRFPKLTSLTIHHEVESVDSYNLGPFPDFPKLISLHAPASWVFKLLSAHQRGLECLEYLC
ITYRLRNDGLSHWLRQCPNPSIPSLLGDQLRPLTLCLEVRLGDSPAWKMFQDIDAEPSQSQKSCLELVSSISLLVEEEFA
KSDMPLLTVLPKWLSMFPAVRFLTISGHNSAIDGMDLFESLIAIVKAKKLHLQSLDVNGKEAEFVRSSSKSSS*      
>Ccin_CC1G_00794                                                                
MQQLEVPAIAWKEDLAGINDLPVEVLEEIFLTYHSMVALSTFPYVRLQIFTHLAPVSLTHVCRLWRTICLSLPTLWNAFY
VPPRLHASGVTTSLLSLWLERSQGAPLWIDIARRTIPMPPIEARSIMTQAYRLKVLSLNPQDGFIEDFLSLPPDATPALE
GLAIRQGDLRSMHPNLLPLLSNKILSLPSIRQLCFELSGFPTPAYQSMLAELPLARMTHLNFRTITTFEDCISILRRSTS
AVEISFYESIWGSDHPTQPAKRTEPKICLPNLKSLTMYPRFPVSRILSRFTCPSLRRLIIRDEPPQPDVDAASIDFEQRI
LDDFVRDTQLEQLILQDGKKQCFQPLKSLLKMPAVQRVPNVEVYLLKVPRKHGPVSSDGYHCPVATCTRPHLGWNSSRSQ
VQLGTHLTVTEWEENFWRGWDWMDHEPRQWLMRRGYHGFRGFCN*                                   
>Ccin_CC1G_00816                                                                
MVPVKVPLLLNSTLHSCLATTSDVLSRDFRFTAIRDYLLLMMPIELPDDVFLVIFLHLHWKEIRQMRLTCRKCHRLTKQK
SLWQRLLQTQILDNNVPVPGLRGLSLENGTSEELELLVINAQELRRKWTSPSPVPKRTSHLQAPNSSRVIRLHFLKIPDR
KWLLSLSAKVDPGHRRFWLQLWDLAQYPPISIATQEIHNLNSMAVNEVHDASGVVAIHAMSSPKDDSVLLSLHRYRSPLQ
EFICFREPRYYPAMTMNGFIGGTWKGRKSPCSLEI*                                            
>Ccin_CC1G_00885                                                                
MVLSAQGSRAPGPNPKEPEDSEELARFRAEWRAELARRKAAEQSEQKGKQPEETQGQAEAKLSTRNANHRPPIRALTTGA
HVPGGSAQKQQVLPLHPAIQDGKLASALGKSSTLSAALQVYKQAVQHEQRQDLDTALILYRQAFRLDPHVDRAYHREELL
QAKLQEYKEKATVHLPPSEAAEVKQLVSGLQQLALKTTTDDRQRALTGSLAKITAGFPSDIQFEPEDEKQPVHLNILPPE
MLFAILRNLDVTSLERFATVSRKARLLTLDPVYWSDLVTKTYKPPQLQNIEDLLPVIEKYNSDFRRVYIEHPRIRMDGVY
IATCHYVRAGISEDAWMSRSHLITYHRYLRFYPNGQVLSLLANEQLSPQDVIPMLKPTLRMKGFFIGNWYLEGTTLNIVN



LLDASGRYALPDWDLLDAEPFISRNYRTPPAPSIPDSGQPGVSTNSTFAAMGSSAPNAATTASQASRYIFDMTLEVRSKP
LGRWNRLEIRSYDSINLETGDVSPFPLKNERPFWFSKVRSYSH*                                    
>Ccin_CC1G_00898                                                                
MIQLSDLPVEILQDNLFPFLSAKSLTRLTCTSKYFARLCCDDAVWKRKLLADFNFSGEGTARTSGWKTIYRGLYNPKVFV
WGEAANGRLGTAELPRASTNGVPFPFELKIPNVRIVSIVAGGMSFHALDSNGNVFVWGTLNATSGGYLPSDGFSEAGKRA
GTPLKLRLPSGARSVSCGRLHSCILDNRNRIWTFVNWGRPFRFISHALDNPLSPPVQVECGWSFSALLNTAGEVFVWWPF
SGSLQAIVTQKNGELDAQGEGAKAKATTDGVIACIPWSVSYEPKRLPGLPPLPDLPLTGVDIPNTLQLIQIAGMDGHLIG
LTNAGHVLKFGTLEDENSVTTGRWEYLPKFSDLNFIRQNKCFSGDERKIDPPQTLQITHITANFQHFVAYSTGSSSIVLI
GNTQTTPDSDPEIKPELQNRSVISVVVGDYHNAALTSTGKLFTWGQFSAGALGLGDPAKLQPGQPGGYGLDTRRRVPPPV
TTPTEVRFDHGLKKPKDRFCFAVTAAGWHTGALAIDLEPDGEEDVNATENDPDPEESPSHRVRALDPNRDRETEETVQYP
PLGIFRVGHAGRGRGRGLFGRGFGRVLQYPEPRGGGPSQT*                                       
>Ccin_CC1G_01015                                                                
MTAAHSERYQALDSQITELEFQICALLLQVVQLKSERNDLAPISRLPNEVLCKIAMEYKASTPLVLDVPQKQYKRLGWPV
MTHVCRRWRHACLHHQELWAEIDSSEPMSWIQEKLERSKAAPLSVRWASTTRIFPRAGLRMYRTVSDAKVKEDLLRRVVD
RVKQVELQGPERFLDWMLEDILSQTPPLLLHHLSFHNDAPPASTPDWEADPAHMYEAVIPSAAEVKLSETPQLRQLVFKD
CTPRLESFKTTHLTSLSLQLRGGVQPLPAGEFMDMLRNARSLVTLQLSRALPDYDATSFSSSMIHLPYLKHIRMGDRYRR
CITLLQHLRLPPSASVELNFDKTAPNGIGADLGGILSSMWSLQGVDGSRSAPLSIASMTLQQHLRGGYGDDTTSHFIGLS
VQRLGMQQLSGLDGKTYVLHSESSPLLPGPNLFALSIAFQTPKADNADAVTKLLRQDLFDFSVMRSLHLDIAYRHEDLAS
SLVSSQSLEELYVSHTTSKWFIDWLRSDPMLSSSHSNSAGLFLPKLKALHFESALHLYPRKAYEQFMSMRDPKITCLDDL
AWVMNKRMEMMCCLDEVVFCRSRWATSSFTDEELEVLNGLAPSVYVREDPNLQRNVVICRLMI*                
>Ccin_CC1G_01055                                                                
MSLVCHQDCALGQGLMKDCRTLCQLLPSLPISTMSANQRPYLVLQPSVSTTKVITTTTTTTTYAPIPLPPLPPPVTPQDP
KQYPLLNATLPSSLRKFPLVFPNGARATFREGEGSEDESQDEVVGGVGWRMVKKDEQDTSSVVGLAEAVERFGKKRAHNS
DMMDIELTTESGVTVPPPRKKARATPLPPISTVNAAAPPSPLPSPHGSPPPETIWPSAPPSGAGSPAPLQPDLSLTALLA
LPNLVNHFANLPPQLQSHFLLTLMRHSPLSVLRTLQSVLTPTLARDFITLLPPELVSHILSFLPFSTLARASRVSKAWRA
IIDSDAVLWRDLLQSTKIWFGGESEQAFANSIFARRRRLQQQQPNLPKSLPLPHPYKILFKSRHLTWTRWVNNQDPKHIS
VPAHGSSVVTCLIFSHGRIISASDDHSIHVYSPETGELIRELKGHDGGVWALAATKDTLVSGSTDRTVRIWDLNTGKCTH
IFGGHTSTVRCLAIVKPELVNIEGKDGVIRREKWPKRPLIVTGSRDHSLRPFMSLVTDSPKLEDTRRNPYHRVLLEGHDH
AVRALAARGRTLVSGSYDCTVRVWDIIDGVCKWTLQGHTQKVYSVVLDLARNQACSGSMDGIVRVWNLQTGACQHTLTGH
TSLVGLLGLSSSHLVSAAADSTLRVWNPETGDLQHTLAAHTGAITCFQHDEFKVLSGSDGNLKMWNIRDGTVVRDLLTGI
TGVWQVVFEGRWCVAASNRQDTTVIDIWDFGKDEDEDWIGEPPHGNYDDEDFIDDGDDDDEANERIRRFVTMQDDDEEQA
DIDAMDQDLVPSESESLEILEDVDEEMRLDSQGRDDLDDEQPPADSDTEAPQSEASEAVQRWNIGASTSAAGSSSRGGST
SQVSSSRSRTSRNPPLQLRRGPPLMGPSTSTTIGTLPPLDETPTRPRIRTHVRRR*                        
>Ccin_CC1G_01344                                                                
MHFEELPVELIAEILGELDLQSLITMSHVSKRLYLVASDSALNPWRKPILANLQSHPYEAALKHLSVRMTVPRQNWIEIL
SLARPSFLLYEATLPNLKATEWEECFQRRFLPGWAKWKKDGSWKEVFLKMLYRIVHRGSTSCTADEAWTKYIVLNRNGSA
NELEISSRNFNPINIFNEIKLQNNLAHLETRIRLVVEFKDVRILAFGTMTKPRSQTSVNANAHLLLNPPGIDPSRVVGDM
ESTVVVHGNAVIDDHGVYPSISDPLTPSSPTQPSAAYPSSYTRIRRPLPAATHAKYPFYTPGGGDIRWKDSDEINGQGGR
WVGSMMITTQLLGPIAEGDATMPGRQYASFTWADLWIIAPWLEDIITTRVDGPGLGH*                      
>Ccin_CC1G_01383                                                                
MLYRQFAPSTTSLSDEYDEDEPSQSNFFKADQPLFATDAAVHPHWSSSNQPGASSKRALKAPAKSPIMDLPPEILIAILK
YLSSPRDLLNALKVSTTWCECAVELLWVRPTFPRYSTLQKMARLLKQSKSTFPYAKFIRRLNFMTLSSELRDETLAVFNR
CSRLERLTLTGCKLITPTSLEQVLTCFPNLVAVDLSGVVETTTEVITAFAPVAKRLQGINLSNCSKVTDPALIALAENCP
MLRRVKLSGVNLVTDAGVSAIVKKCPLLLEIDLHQCELITDVAVRDIWLYSTHMREMRLSQCTAITDLAFPALNSAVNPF
PSNDPNVLPPLHVNRTFEQLRLLDLTACANITDDAVEGIIAHAPKIRNLVLAKCTALTDRSVEAICALGKHLHYLHLGHA
SRITDASVKTLARSCTRIRYIDFANCIKLTDMSVFELSALPKLRRIGLVRVTNLTDEAVYSLAERHATLERIHLSYCDQI
SVMAIHFLLLKLHKLTHLSLSGVPAFRNPDLQQFCREAPKDFNTTQRQNFCVFSGKGVSHLRAFLTQLFDTITEQNGTDD
TEYEDEDVFPEPFQRAPEPETGDGDEDMVGPAYHVISPNVNTTRGTRFSRQEAISPRSYEVALQQRETQRRAHRTFADGF
SAMFSAGGNIGVTTVHGAVSGPLDTNRITVELDPPDRLPVVEPVSPVSPPGNSAGITNTEPSATSASFFQGFQEPVFAPN
QGARTPELHFAEIGHGRGASAQHVASPGSSRNHGSRSSARDRTPRQPHAAIAAAIHQSAHRGRSSNAHRPVSDPGSVSLD
MNGEREGWSQQGNGVVLPGPSIRELEASVQSALNPSPSTARNGQRRQTDGSHRERQRGLRARAGRDGEEEQHHHHGGGGS
SSRGRSVRRTIRNGLNAAENYASTFLFGRPWTEDGGSGPGQGSNGNHSVNQNNAGSSTTHATHWFGGR*           
>Ccin_CC1G_01423                                                                
MAFPTLTTSKHYPSLNVGGQSTSRSFHLPRIKAAAALLRHGQSNVNELRSQNSLQPISRLPENLLRRIFALVASSTIGRA
ASQLPLLPPRGRNSGSSPWSWVVLTHVCHSWRSIALSDIDLWRHVDFSHPKWLNITLSRAKMQPLDIRAEVGRHNIEHLH
RTLQLAHRIGSIEIDSSLHHIHVLLSSLAHPNPHIRSITVRVNTAGHGVEDSVYDEPAFPMVGPALPEMTYLELHSAPFY
LVSGRYTSLTNLHLYDFTPCQRPTLQQFIHALSRYPNLEHLTLDNAFPLASNSVPFPRGSPTLGSHSPSLSSSPLSRAGS
PTTSPPAEARLQITHLRTLRLSGSITDIAAILDAVFLPPDIKISCRITSLADWEQSIWRLSQALKVHSYAAASAGRIPDT
VILSGLEEQAYPSIMASMSPHGNSCTIQGARIYVYTRLTRERHGSPSPGHSGRRRTPSPSSAASQPNLWLDLSIGPDHSH
PSRSTEEVVIRNLSNVWSALPVSKVHTLVLHDLDFITQKTWTHFLKDLPSLRVVDIAGHAPSGFVWALLLNANACVQREA
KERERKEKRERKAMRTALKASRAASASPVPVDDLSNSPPSLPLDDGQISTISPSSSPPPLTLPLSPISPLSPVPVASRKL
FIPNLRDIYIRNVDCSSGGYMMAPDAPVNSLFDLDDSRFLDVLYTCLQARVNAQERPVGSPNSRTSLHHPARDGSTGHSP



SSSSSSSPRPVEDVTRLRSLTISNCRFVSKRVALDLRKVVSHLMWDQRGMVKGDQDASGELQVARYRRVGGGFGRPGSPG
TTQNGQPPVRHFYRLRTLLEEI*                                                         
>Ccin_CC1G_01605                                                                
MPLDALPYDVKELILSALGSPKDLLRLALTSKSWKSLVIPHHIEYRLLRLDDHRPEVWKHLAEKRLLASRIRTVVLGPDY
RLLPGVGQSQSSLYPRTLLSTPTSEAAQIKDVQVVREDVLQALRNMTSLVSFSLHLEYDPECPLQPLPGDPFAGKEIVQA
LKESKSLRKVSISDLGNKIFSCGLKHHEAEVGLEDVLWAFRDLEELSTTIPFPKLTAAVKAVQPMSNLRRLCIRPGTYHL
SSDFLSYTFPHLHTFDLNVFPFGEPEVWDQPVIEFLSRHPTIEVLEWQTLYQTRPPRLSRTLLPNLKVIRSNHKLGSIFP
SLEVMYLRPDQPGAFRRLCNDGFTFPFASMPTNGLRPVQSIAKGDASEEFVGCLFDSDVGHRDM*               
>Ccin_CC1G_01650                                                                
MDRFSETRKLLRSNRPPTETQLDQYRASLEETKEVIKGAERRLEELRELEQDYLRLLSPMRRLTDDVLQEIFRLTQPMDL
NQCGDRKMLWTLTAVCWRWRNVAESSATLWNRLYVAGNGNPNDRMWFKDPAHRKKHLRWMNLCIKRSKKAPLYLYLDLGA
SYTPMDHTVQSDLKAFFEPIAPRLYHLTLISEDMDPILYFPPFTDSTFQELRSILILPVGVNREWADPFRPDSTPFLPNC
SHLEVFDIASVGPQFPLLKITSEELRVISVDCRRAGSPSMVLQHWLDLRSASFEKIEAGLGREDPPPMTRLTAPHLASLT
LGFCEGVDPATVLRPFKGFRLPSLTSRCLKSEGRRFMDGPDWCSDKDFRSVLSQLEELDMGQCPISLDEAKAILQSSPHL
RKLCLATIPEFDFRSLMWILTFTDNSSKLVPELEELYTHTRSETVVATYIQRMIRSRTLELPKPSDRRLRKVTVVFPDYF
IAHPNDAVECPIDDSVEVELSSTHYGEGLYPWRPTRWNSWRNKVGPRPEGLDENGLRRAARSQLGRSDAGSVLMRVFSPR
LYRS*                                                                           
>Ccin_CC1G_01654                                                                
MDSSPDVNRLVDSNAVPTEAQIARIRELLDATEDNIEELQAQLNHQSEIKQLCQLILSPMRRIPDDILQEIFLFTVPTDL
NQCHDIRGLLRLTAVCSRWRDIALSTARLWNRICVMGPRRRSRLRKPVWFSDPNLRRKYLGWTKAWITRSRKAPLYLYLD
LGSFDEDLTVWKDVRSALKTFFKPIAPRLHHLTLLSSSLEHILPHSPFTDKTFRQLHSVIIEAHDEIDPNAPTRTKAVTL
FPACSQLHTVDVSNTGLSVERLSFPVENLAHFAMDCLDPDGVPKVMKRWNKLRTLSLSECGFSSFFPEEPSQESSSDNER
IIMPNLESLSISFDEFSMDILVYHTLEAFDYPKLTALRLEIPTWFGPRIPEWSARKEITSLFSKLHELDLDKFPVDTVEH
AKMLFEGCPQLRKLNMVAAGDLDFDEVMELLMGTKYLPHLEELELQTDSEVIWRADIHRLVCARVKPATSPPEPQLRRVR
IYYYGVVQAYPTDHTNYPVPPSVDISFKVTLPDRYAWRKTSWNGWRSTVGPRPEGMDVGDNAMYSDGVYMVRLGPDL*  
>Ccin_CC1G_01678                                                                
MASPIFNLPVEVLQRILLFCTPRDVSTFSRSCRATYSIVYQADDQHLWRELYLGHPLDNPYEVVQERRDHKLHARSVDKL
NWKERLTEVVKAASLATSSQHPTMPDCTQAIRTFHTLLSELRVACRSKNGSLAECYNSRWLEDTLSGSLLLENPEEEDVS
SEVAKQPSDMPLKRSRLRISLCKYFDNPSNVNVEDSPFYERRMTSRCFVYDLRNYTSSTRWGPFYPSGRPDWVHVDHLMT
VVWMNVCELSAVNLPLPPRGIEAIRAFSAPGSDPKAEDWAGAEGTVLHLRPTLELSKLAPFPQDLGADSCASWTTGIYSF
SDDGPRSSRMFSDPGFREAIRLLEVTLKLITPDEYKAYGRGAPDIPAESETDEHHPVLFFKGGSRGPHGAESIIRGLVFM
DTEGFVKWRLFSVYDSTPQWRSVLRSSPRAYF*                                               
>Ccin_CC1G_01744                                                                
MSDSPLLTIPTELLIETLSFLDAASLCRCREVCRDLKTLVDSTSVLQYKIELYATGTESSILDNRNVASRLEKLKSYDKG
WAQLAFSARDNIPMKRGGVWELYGGVLAQNSRMGTFYFNRLPSTIRGIKAKAWTMEPPSFQVRDFGMDPSQDLLVMIERP
KWSRARGETTHTLHLLSLENNPGQPHPLPRPENRVLHLVQGFRDPGFSYTIQVSGDHIGLLVITAHYRLHEFVIWNWKTG
NMLLDTVSESILSFSFLSDEHALICYILPDLDEDDQNFAEPTLTVVNFMKEGNEKKNFDQLKTTISFRYPPLNRDLFIPV
AFEVRSDPSPPWEPRFDVNVPFHLAKNHRVYIVSLWVQVSEGIQCLMMFVPLTTFMKHLEQAPLEKEENRIRIWDEWGPT
GTRLMISPHSHSHVWVCYVYGTRYVALESHNVLRRDELLCRTYDFNQPGLRRALRTADESQIVREEGVGEEIKTSTETIY
QLAPTVIPEGDIFAREVRTSLPYRWRSIPLGDVAGRLQTSYSVMCTEDNLIVIDQRNNEYIIHSF*              
>Ccin_CC1G_01859                                                                
MDVDTPSGTSRSPQSAETQHPQATPTTAPETNPNPTANPKTELVEPVKLKASQIQQYIAMADKRTKMILDAWKIRVLTEE
ERQKCIEQTRHLVRVIRGLEAKKDEVAPLINPQLETTLFMARLEWRVTFGRVFRFHELPTEIISNIFHLVSWSASNPTLG
QRARARITSVCRLWRKVALEDPTLWNVVWFKYSGCEQDLQRASVWFDRAGDSPKDVRISDGGQQQPLPVQCMERILAQVS
KKWTTIRILVVLVHNWDPALMILSSLRSVAQASEPMMMRRFELHRTGSPYVQVGVGYFPDGYRQPMPVFGGLHITTLEHF
SLNGIHIDWNRSHLTNLTVLDLRRIALNKGPTLQQFRAMLTSSPLLRKLILDGAGPSLAGREQDPPPIVLNNLRVLVLVD
FSASYGTFLLSLFKAPYVRDLTLMNLVGEDYTPFFSAMTGEYREVRILTLYNSELRATVPSMDGPDTVDPRLINTVVRWL
CLMPHITYLRIGTLRLNFFEIFLRYWNYAKGNQPPSQIPVSPRLEILEWQSMDTNVIGAWLTRRKQMGVPIKKLYIGEIT
ASKIDQTQHEALTSALAPGGDIYLLRAGHKSPEEAAALQD*                                       
>Ccin_CC1G_02294                                                                
MFATNEPLPQDEVSRIKENIAGLTSRLSRNDQQLAILLRQVEEIRGENVRLSIEIQKQKNLISLLRSLPLELLGYIFLLA
SEPTTTPMRDSRDNGPHGTRIKAERVGALRVVQGDAENRREILAFSHVCRRWRRAALATPRLWRSFSLQEGASYSPRSRL
MNWDRYVPRVQNWLQRAGALPKSLSISSTSYVTAIGMYCDDDNDSCGGSCPACADSVVDGIIRQLHPWKHLSLEVVTPAC
LEALGNRLLSTAPDAWNSIQHLSISIAKLGVPRPHARFPPVRDLKELQIAFPTDDEEANSPSFHMGFPASTLQNLTHFEL
TATWSFAAVAEVLRHCVNLDSFVFVWRCMDLEDVIESGSDGADTNNIGVVQLPALKTLSLTLEEERPPSLVLRSLQTSSL
THLFINLLDDGPEEDIGIVVKDFITSSNCSQSLVTFHLACENVTDDNLVQLLRLLPSLRTLRLSSMQNVVGKFLLPFYCP
SDDHLPHLEALELLQMPRAFKPRYLLNFVAARGPRATYHPPDSSGRVQGITRTVLKRAVLDFAKEPCHSGVVEALNRGFE
LEMDKGCMPTAFYSTPEPAWVATYHRTTT*                                                  
>Ccin_CC1G_02314                                                                
MRNVWQSWRDFLRGQVPVWLMVKASAATRASPPALPTPPPTTIESLPAEVLDNVFSFFEGEFEELKTCSLVSPLWRSLCQ
PRLFRRLVLSLQDIEYSIQFTKFMLDSPHIRAAVHHVEVDFTDPWHSDRTDRRATTNRVGDILELLPRPESLKLYGPRHS
DRIKWSKLPAHLRNSIKTVLRRQSLSSFLIDGWVMDVTMAELNALFAGCPSLTHLSLLEASDGLWGPTEGLPDTPRLVLE



ELTLSNTFAKDPKLIEWLCKPESAIDLTNLQTLHVMESRDDAAVSALLATVGSSLQRLELNISFSAENDISFKHNKNLHS
LTFSFGVFYTELYNSSIPLICEVLETLPYPNNLEELTLVLYVTHPRNTNVRIFPPPPITRFNYERWAALGRLLPGVRFSS
LSRVNIELIHHGIDARAYSTFAAQKMGDIGATVEWKFSRDDAPEGRAA*                               
>Ccin_CC1G_02326                                                                
MDSANLPERLRELFHSNEPLSDEDIHQTQRVRHERQSSIENLRSKLADIEAQIREMRKQKGQLMNEIAQRKKDIRACDML
LSHARFLPAEILQLIFLYALPTEVSQRHQHWASKYVDNAPISLTQVCRHWRQVALGTPELWTLFSLRTFKTSMLQVRGDA
FERMVKDYFSRAGDLPKSIDFHYGLGFTPSHMNTLLPCLFNSVLVENLTLSSPHLLDTNNALNAYNRNGRLTKRLTNLKS
LVLRETASANRESTFTMPFPSNQRVLSNLTQLRRVEIEHSRSADLWAPALFDFDIDADRQGLPLPWNQLTHLSIVPWITY
ETWSQMFKSCTSLVRGTFYIVDGGETDDTGTNLIPLLPHSNLIDLTLIQKHFTSEPFVFEAYNFPSLISLRLGAYNQPHT
AKAFDWSRIRTQIFNLTTLSLYHLTWEMAVSEIVQLFLATPNLLSLAMGVSTDYNAVFEHFQIDWNGHALLPKLKELTLD
CVDARYKDLEDDTLAGTTTSRSESSRFLSLTADGFSEMVKDRWRPVEEIAQIERVSLFLPRTHEPMLEAVRHSLRREVKE
GLHLTVQVSERPQWDDPLLGGLTHWDDM*                                                   
>Ccin_CC1G_02331                                                                
MLSRLSTVVKAIRKPKARLELVKADDLPIEIIQEILEKFDDGVRNSALRACCLVSQQWKALAQPLLYQTITLRSPSKFRG
LLEALQSSPHLAAGVTRVVLLGTTYPLWNFWVYDEYYADLGAQILRLLSPKALELRVQVTSQELVHWDRYDRLKPPIREA
ITALLASPHLLDLTIDGWKFAIPVYEYYSLILASPSLKRLVLRRAFCEVSMRPTDHVAHSDSAPSTTVDLEYLELDIDGE
AGNADMSFPPLPVTSSKGLRFHLTLKDFHDAVRPVEHRLRTALAPAVSHLELDVKDLPAFLFADRSYHQIWDLEFFANLQ
SLALRRTSNPHLARLSWVVDTLNTLKHKTSLQRLCLSFVMTHVEGRTEVDIAGEEVGGWRVSCVEDFGFAACHF*     
>Ccin_CC1G_02347                                                                
MHALDFSPELLDYIFAWNDDDSASLTACARVCKQWRGPAQYLLFQRVALSNPASFPGLFQALQTQPSLTSGLKYVKISAK
SHRSIWLHEPESANLAASILDLLPSISSLELKGPRPGQGKPDHPHRLERVVWRSIAPRLRESVSRALRSPDLTSLHINGW
IFNIWAQQFHNLVFSTSSLKRLALLACFQGIGTPSMSNNTSTTLSEMQKRALSERLSEIPEEARGVDLDELEVLLDMSQR
PDLDHSEIMPESVVEARSEFVFPPGCISSTRGMKLIVHLDHEYYAYPQLREQLQTEIAPTVRELTLMNPLWSESVFLFFY
FYYVLGIMALKLIREYVDLDRFSPSTSDDDPEPIYDLTHHTSLQHLTIHYPYSPQTTHLPALLHTLPINHRNTLQTLTIL
AHVHLGLGMIPGQFSEGYKEGWKRLAGTLAGGRFTAFREVRVVWVSDKPPQVGFEPVEVAWFGEVGVRASVEVRAPGGWV
CKWNGVNGAGSLSSGSLI*                                                             
>Ccin_CC1G_02348                                                                
MTRSHLTVVIQAHKDVEQDLTDATHSLTRVPEILVAPFPEHLFSNHPPTEEQVHSVRQTIAAAERVLASIDLKLRHSPND
SGLLSSRIACQTFIDNHRKVLSPWRHLPEELLMEIFSKFLPHTNPLEVRLHPYSRGYFRRWMSIRRVCREWKDALHTVPK
LFGYLPTLSFRIGSQSGVGHYQQLLQHIGWAYPEPLQFMVSNIFSAEEGLKALPELIALTDNWEIVHFDNSYSLLLSLTG
LKFPNLRKLTLELWWLESDDVAHGDPLSVFEHAPKLEHLLAGSSCIIGARAKFPWKQLKFYADILGDAVGGALPTVVAQC
TELEHLKVRQRERIPVDKVNLRALKSLDIYYGGSILFPEHIIHQLTLLRLETLRIALPDIIESSFAFRSVTSLVSRSGCG
NHLRHISLLIGPQLSKGELTNLLHDTPQLIRLDIKYPPIEDALSLAVLPDRPTLVRQLECLRIHTNINPGDEAVYRTIGQ
TRCEAVPSVRCQPPVRRLKELRVVVPYDAKQGFIVRG*                                          
>Ccin_CC1G_02626                                                                
MDLLPLKEFLDTNYSPTDWERTQIQEYLEISAQQQSILNADVEAALQALEAAKQRRDDLSSRIEKYRYLLSPIRRLPPDV
LITIFRHCLPEDHNGIMSLSEAPLVLPLVCRQWREVALNDPFLWSTLHIPIPDFPRLQTRRGAPSCAITDALKQIWAKRM
EERNRAVEGWLSRAKSLKLSISISVDRLESGYFYEACSQEPVKAQVSLLQRYSPQWKNLQISAPTNLLALFMDTPAMQTR
GLRSLELDFCRSKPRSKITSFTPGSLITSKALTSIRIASVWVPPRTFLQIPISWSNITELSFLSSRNEMCSEASLDTRSA
LKLLSRCPNLRTCVMTISGTSRTASQPEPSGPIHVTLPRLESLVWIQKRGAPFPPLSDLDLDLPALHTLSVFNAYDVRAI
GRSPVPGLVKRYSQTIKTLSFQHRYISTTELREVLKLAKNVKTLDIGPSPPHFGSRMVCADGYWDSSDDHYEEDSDSALR
PQTAHFDASVLAAMAATSSDRLCPNLSTLCVRLGSRKEFNQDDLVAFIRSRRLRGGMGEGGPRLTCVKVLFPAIRNLNSE
SSRQDVQGSLLDTLREGPDVDLGGLRVEVQWARRDDNLKYAEIEKRTWDPCMGL*                         
>Ccin_CC1G_02701                                                                
MRRSLPLPVELLGVIFCLATAGCKIQDLTNLTRVCTDFRTILFATPLFWTDLLVVFTHNTDLRKLIAQLGKLFKRSQKQW
VRLSLNYESDMPHHEINILNDFLLDTGFTFRLKGLSVRFSKSVDLGHLGTIIRSGRVADARRIFNDWDFFTQFLEIAGAK
DVKPFEDLEYLSLNVLDMAVRLQSQTFRRGFPNLKVLALNCSPRYGQDRLKTIDWAGIDLKGLKALTIVPFHDRDGLELS
AYHLHTILSGAPDLESLNLSIPPQPSMTGAPPGPLIDKVIIVHESLTELVLSGGIEDMARLLSNLALPKLRSLRLEGANS
DHGSRRLARRVLGTGILSKVEKLVRDSGCALKELMIDFQITWAEEQLAELRALLPAMARLTLT*                
>Ccin_CC1G_02727                                                                
MTQILDLPSELLVLVFQNLDCSNLFKLCRVCRLTKELVQNDVKLQVITALGVNGIEDGKPEMEYFAKIDRLQDLRRRWRT
LDWQATFNYIIESPMRYRAYELVDGIFAQLEPDGTLDLLQLPSSEDPTTTVLCHKKLEFTPSDFAFDPSQDIIAFLTMAA
PGSPNPRRRSLKVSVHHLSNLKAEPLISLPFDIAVAEPAWLSFISPAIQVAGYAVGVFIDTGPGCPARLVIWNWKTGALV
ADSDRDQNLPNLAFSWSFVDEQHYHITSTRNGGFLEVYRFDPTGTFPGSTHVTSFLLPPLLQSVLLESFHSRCEPWMASP
SARSFRSSPEKQMHVFKLQYLELATFRRRSYTLYVPSSVLLRWSHQGGTPCIVSWDEWGLHTRFMQVAGSYRFMRYVHGQ
RVVLPTTDDGTIQVLDFNVQNSLPYGFTFKPGLQQSLCTTPAIIMGGDFFATDIESRLPYLLTTVEVPVQERCHAYLIDH
ERIIGLTVNGPSAQRITAITTHVL*                                                       
>Ccin_CC1G_02787                                                                
MANFTSLPPELVFQILSYLPIPSIVAVQQVSGGLNQLFKEGSGDNERSIYKRAAWLHGLANPKIELQNLATFYSGQSLKG
LEGEALTWKDFCKRRVEVNRSWAGTLPSDVKRYHPPPNHRSGPAEGLWSSVPKDVHRIKVDETRGFFLTTTRGGSIVVSE
ISTGRSLWSLPRVYVRPYAHLEYENGYIVFDRFDGKKEVWRLQVIPPVDIEADCAIDEGQNAVASMMQQIWSMITPHTMP
PPPPLFVPHLLIPVPVWNNVPDHTRAYRLVYPYLLSASATRAYIWDVRTGKRAQVVENIQDVLLDGETKNVPTGSYDGER



WWNDSPSLITDHDNGDSDEEEEEPEFEFAPAISLSGFNIAAADDDNGSPRSDLDIEDINLSQHIDRALEYASKPMNVDPG
QIASTSSTTIEENTNVFPQYPPFTSGFFDETALFSDPPTRSEDSQGTETFDPLSLSTDAPKSLGTISYVELGKRWVFIVG
KDELRVFKRGNIGEPNDEESEDEPFAIAPGHLALRLPANRDRYGRWVGQLESSSVREHRESELVRQEVVWKYRESEEPVE
SGNVCRDGVKISTLGGKRRKRVWDKFIAAHISPNQQHLVILTASSRIIYIPFFERVIYRQARLYDVALELQLGDPRNESV
YLAYGCKGNARISAVTRGGLFVITPYFLSEADSTVSNTNRDPGPSSSSERPPPQRHVQFTVHRVTPFFNDPERLSQVSCL
QMSDTGLWLNWARGILPHAGVAPDTDEEEDAMYSTELLQKYGVGRDRNDSEDDEEEFGGETDQLLEDGDELTPHGDGHHQ
GTGRRRMPGAFFEPRRSDDETLDGAIQQKRRAEKRKRWDSAEASVKGSKYAWKPETRRSYRDQARMLFEEMFVDGLKQGR
KVQLNHRGEGMIVTGHRAAYLDPETVFQDYSEVHQIRFVP*                                       
>Ccin_CC1G_02794                                                                
MFRRKGKGSAQALDIPPEIISQILQKVSESHSRKDLENCSLVSHTWYQQARRFLFSHLAISSMQYQRPKGDKSIASLWSH
RRPQEPKPGPEHHLERRLTGLLKMVESDPDIPRFVRHVSIVFPTLQPVNASAHYFLELIQKLDGVATLDVRLNTRRNDSI
GFWDPTPLQQKAEEAIRHLCSLPTLERLSITGGKLPFSIFLHSPALRSLTLSDIQANSQVVDPISNLTMDPSMTTYAPLK
ALTLNVDDHSIDSSGVAHLVPLFTRHHTRFFRMLTHLVVPIPMSPPDLKSLLDVVAASLTHLVVTIGAHGGRDLRFGHLE
NLRSLSVTYQGSTTSAFPSFYPYISRTLSNLPFHTLETIRLELSMSCRNMDSWHISSNDVQYPNAIDSLLAPYALGRQGR
LRDVEIWVHQARCKRQCGNAKRAPHEALIPQLYDLSLTDTRIRAECKRIVRQI*                          
>Ccin_CC1G_02802                                                                
MHDHDAEQIHGVQLPLPAELIAEIFELCLPDNFDSARAGPDFYPMCLTHVCSSWRRLAQNTPSLWTMLRLSRHDFPSRPF
DSVVEELWITQLLYWLGNSKNLPISLSIRFPRTRNYDSLLRPVVAYLRPTRWTKLMDVISTNAHRFRYLDFFGYGLLEEI
SPLKVASSAPFTSLEVLRCELHDAHHGPSSRTTPWEPLGNAPNLRKLLLDAPHPSFCLSWFGKVSWESITHVSFRAELTH
PDVYELLSKARALQECELAIGDHFEEASEVEIDLPHLRRFDLQFAKGSSFEFFRNVNLPSLKKFALRQSVEHSDWSTINT
IGLGRQHLFSQFGDLESLTIGYIPFTANDLLDLLRTTPKITELELDCNIRDYDTFLENFQDHTLLPTLTKFGLYVDTLPG
PDLPPGGPLKFSPALLAELVRTRPTIQSSLYVLNRGQPNQQRDIRLEDIHKAFEGSGLGKEQWPKVRVDVQGAMALAWLG
QAPLAY*                                                                         
>Ccin_CC1G_02836                                                                
MDQLPNEILAYIFALIILDPSENPAFVSKLGQVCSRWRALVVSTASLWSRIVLAYPMNNPQLVYAAIALERSAAHPLDIL
LDCRDPEWDWEEETHNFQGTHMQSILPLILPHSSRWKKIEVLSDTWAPVHAFLQATQETPLPILESASLSRCNAYFAAPG
ETFQPESMRSPIALFGGRSLQSLRDVSLVGVHVDWDKSALVHLRRLEFKYHSRDVMPTIHQFLRILGQCPDLLELSIVGW
GPILDPKSTAVTAIELPSLQKLSFGFIDMSYSTALLSLFQLPSLRKLSLEDVLRVVTPLEDTDTSGFLQWLYTFQPTQRA
SFAGTLQMSSSIPLQGVQELRLQSIRSDTLTFTRFFQCFPRLQILSCHDVPDNALVALSSTIQTAGRQSNIPHLCPSLSE
LHFQDADPSLLMDLVAARTACEGVTPLRKVTLEYVRVPRPSPDSPTFAHLERSGISCVGGTPSGSETSDSE*        
>Ccin_CC1G_02844                                                                
MAIIRDMPPELMARVFGLAIEGDCTTATESVEGSYSEFTLPSLQITFQQLLRLSGVCSHWRNISLDEARLWTRVFVGQRA
GEIVGLFLSRSKALGLSIDIDLPTVENIQAWSTLKKAFTPDVLTRIQSLRISGSQPSLERMIGILSHGRLIKRSGKLTQL
HLVCAPSGDDGPIDVTRAEADPRTNILPIGGASLACIRIEGIAIGLLPQWSVSELVIQDAAISRFELRQLLTSAGVEHLT
LRRVGIPVGIDYRTASQLQLVEARSHAETPVRLTTLEIDNPIDLHAGLENDVRRHPALNYASFFSDIMIEGATDTLKEVK
FVNLSQVAWDALFMLFKQGLGRKQFIQTLKVELCWDFGVPETLAQEELRKGIRILRKVFPEADRRQWYSLIDL*      
>Ccin_CC1G_02940                                                                
MLFGRRTNDTQGPATFSRSLARTFKLKLSIPFLTSKSKCPPPMYSSPPSPRRPEDISRPRQLGRYRHHPEHRLPAHFIQR
LPVEILALIFIQGAQDDVYFPVTVSHVCRAWRRIALRTPALWRRITLGPQERMWKERIKRARACSLDVQLLPTKSRSRSE
PRHADLDPYSIQWHMHMVIPHIARWRSLEIVFPEHGPYLWKASLSRCCATRNAQAPLLEDIQLSYRANDDPEAFTLFSGS
APKLRSATLDGIRLNWLPSLYSNLTFLDYTHHGFTAGHQAVQDVINMLTVSSQLRELRLTFPRKPVVCLPCRDDPVKTRV
VLPKLKCLHLRVEGKDIPFELAQIATLLVTPSLTSLRLVDLNRSYNSFASLKSFFYIYALPPSLRSVRIECGWYDPRMIT
PIVQSHARIRQIIIKRPHSAEQVLNLKPSPTPPRSRKGSSPSAPQWENTTSSLSAASATRSNHHNRHFQIQRLDVQYLKA
R*                                                                              
>Ccin_CC1G_02955                                                                
MALSDLPTETIEKILSSFSRPLRDRATLSSCSLVSRQFVDIAQRLLYEQLSIRRLDSNYVQGLVEFIKEHPRIASHVWEL
YTHLPYNHSEPTGRKFQNPLEGLFEVLPHVKSLILHAGWWSPINLSTSAMHAVEKVVGGKTHHSLQSLVLIATPGFPITP
IIASQTLRKLEILETRGETFCKDSVDAAVKSKGHPPASLRLEVFNSVPMDVDSPRHDLVSIDPSIFSNLKSLRLAVTDQS
DGQVSGRAMTEILLNSCSRTLQSLSIVCEQGKATLPHLGALRSLESVTFEVKNTRGPKFTFPFHAPWPTASECLSNVWTL
LATMDSNSPVKALTLKLSTNFTDHNPENWRETQFLVSSPDILPVWKVLDEYISDPSKFPSLKGITISAKLICYGNKRGPL
EREENGALDEDLKEEYQGIQNNRTLTPRARDVLRARVGAKQRERNLRPSVFSTQQLLPLTSQRVGVDLHFSLEETEIPGC
*                                                                               
>Ccin_CC1G_03034                                                                
MSSHILNQPHYLTTYVDHEKRLKDDMTNLLKKVLAENPGIKHDDAIRKVQELMLQNNPYVPPKDGRCIINELPVELLAYI
FRVGVWLQEEGSDDDFEEVTSLEERKGFQEELTRVREEGKKGSGEGDKMEEDKPEAVIEVVDDDGNDDEWEDEPSEHSSD
GSETGSEDDEGDEEEEEEEEVPFQILVSHVCRQWRETALNTPRLWRRISVAGPPKWDLYEAYLQRSKGQPLIIEIDGSIP
EDFDADDHPDHPDYVEYSDPNWGPDERPEGPPPFLSSKQVRRAFDMIIPHVDRWYDVDIVLGQHDDMHELLQRIAALPGA
PMLEYLHLHDEDLCDNYGVEVDEDEEPIEWHLESPTLPFSGNAPRLLGVSLWGVHVDWDRAVSLFQNLTHLNLAILFKRP
SWKTFATYLKNSPQLESLELDNAGPSLENGGLLPVVPATPATGLPSAYYTPATAVPPEASEENPWEWPHYPLEVSSIRHV
SLANHEPYYAHALATKLFFPNIKTLTLDYENGDFNDIVDVYTTHLRGTSTRRSMFQLLEDFTIKSLGSVSEEKVDAMIGS
LSELQSLSLGIPVTYDLEVPGKIWEKMVENAKTVKTLVKSAEEAKAKEPSSPQKPQAARSPVAGPSTQPLSIVPPDPSAP
LPSTLPAAPSTPTPAPEVHPNLLFPRLKHLETRDISSADVREFVELRKEIGAPLKRLAMHRDSDIRTRDERWFRSNLEEF



DIFSDSDYTDVEDFDDEDLDFDEDVEEWEPDEDDGDDDGPDEDDEWEDYSGDDDDDDDMADEDGGGGRIQRARGIPRVSG
QGAVGSSTTTGLSELD*                                                               
>Ccin_CC1G_03331                                                                
MSPFARLPLDVVHIIFLYCLPTDHNPYICVAEPPMLLTHVCRRWREVAFDMPLLWASIHVHIPFYPELPASLAPQAEYRG
QPDTVDQLEPAQRAAYLSDVFYWESKMRDLKDMVVQWLARAKGCQISLSLSQFTNLLDNAKGTSQVNDVVAVLLAYCGQW
KSVELYASSPTIAQFLAVHTQDAPHLQRISIKWQTPMERNLNRGANKVALVSPEGLMTVPELKSLSLQILPRNIMSLPVR
WEGLTELIFDEYFYGLDSESLRRRFLPSDALDLLALCPRLVRCRLAIGRGRMIGASPPQSPLTSPSSNGNNSSLGSDRTP
VRKLIPLPCLEHLAIDEGISLGDFFLCLHLPSLKEVVFSTALTPCEDETPSHSQQSGQSTTSAPIAVPGVTGQLPYTQQA
SSSSRHADASSPLIDLLSQYGRNLEKLTFDEAGLSLRDIERALDLVPNLTHLTMNRKSMSRWSSVGFGMTGGRQRAAPGY
LSKGLLERLTPKPVAGGSHINTATASLCPRLISFSGKLSAPIEMQDTLIEFIKWRRYPWANTYHPSLSNAPPPAVLQKCT
INFSSYSSPTSSYDVQDLKDISAELSSQNVDMHEFDLNIIYPNVGYAMPFKTGGGSGGGMGSGGSGNGRALMSSFVPKCR
NMSAGVYGFSSWYATGGGGGLRDMWFEAW*                                                  
>Ccin_CC1G_03348                                                                
MTSTPQSLQNHCSLLSLPNELLHKIFAAPELPAKDVLRTALVCRKLQDICTISYLHSAGIPSPEHECILKMDQLGRFPWS
QYQHTLQALCFAPSITKVQTLSASFPFACIWSDILPQLQTLERFIKRLKHVSSVTLAFRGYSFNQSRNPTVSEEDVFERW
SLAVSNLLNTIVQKGCTFLSVEGLTSFTDRYESVKLSRQSFIFSQAFERLAMFLGGDGTTQLNNILSGPHWKFRRRGPPG
SKIFLHHLSNEARLATTLKHITIASSSLLVPPLLQWTLDLLEASPIESIAFRECCNHPDVDWAILQTLFANSAAKVLSLE
LGDFPRQFILPKFNSLINIFSGLTFLSFQQYPFPDSRFSSSDVTIPAFHHLTHLRAHFKWIQASGVVIIHPPPTLISLTV
VWVYQSDSHRPEFPDLVQTLSALSDKLVPTHESEMRFSSVRPSTATVSLEVINRLLAPLDHHQLTDLAHNTRCITHLLID
FRPRRSTPELATPSSEEVVHAIQFYLHTFQELRSFTLKVWQQETRDGKSIGGVCVGALRAVKHGKLEWFEVNGVQEEVGV
*                                                                               
>Ccin_CC1G_03359                                                                
MPIHLCNDGDIQGLMSLANKRPASEAANPAVSSSSNLCISTQVGLGPMNSSIHRLPAELILDIFDLACQTEWEDQLLANQ
VKLPSAPFVLGQVCRHWRHLTQTTPSLWTRLSLVLSGEKGQTPISFLHYYLSRSKNSLLSIHIQQDRTRMFNLFEHDAYQ
RAFTQVIDILAPHSERWKDVSLYVPGCHPCPSLQSIQGRLPNLESLSIRMSSVRLSLRLRPSELNMFNHAPRLQKVQYPD
VSDRLRLHIDYSTLTSFTCDNIAFADAVEILRGSANLVHCTLAVLYYTQVNLDVPTITLPKLKTLTLREHCRFVQCPLLR
VLVLPNLRVLNTDRRSSTDQPIKALLDRSGCTPVVHLMDRRGGSLIGRRRMQALVSNAILQPYSIGLE*           
>Ccin_CC1G_03381                                                                
MADQPDSGVPNLPSQPHHLGALPIDREGLSYCAVPTLPAATRGSTLEAKRQQIDEQISALEDQVVRVKEEILKLKSQRND
LSPIAHLPNELLCKVFSDVKDVYETHYPLAPTRWARISRVCRRWRNAALSNASLWTTITDDDPERLRAFMARSKGTSLNI
TLKGKALPPDVDRMMQQSLSDTHRLASLVIQSDIYDLRHRTSGLGPAPKLHTLSLRNVSKHPDELGNILREGAPLLRNLQ
LDCCRIPWTSPLFNGLTTLKLKSETDSTWDVAGVLDAFARIPALEFLDWGVHFRTGTLPVPDERLVRFRHLKHLSLSGQL
SICLEFLAHIAIPETASARIESSEDGTLPQSGAILPQRLLEATPTTPLSQAVRVQDQYQAVSIEVIGSSKIRVEHWPTLS
MTKSSRLVYVLSGWGTHGPRSFCGMSLGAVQYLYLSYGELRRDADAVEQAFEMMPAVEQVVLSRAAGGRFVKALKHNPSL
FPTLTFLSFHDVTFFETPKSRSCTCSKRSATGFSDLVALLPRPGLEKLSFRRCANLTKDHIEILSAFDVEVEWDAIEQNV
DRKCQSTCISQIRRR*                                                                
>Ccin_CC1G_03566                                                                
MGEGGAIGRRKRTKIRKLAEDSPGPSSIKLEQPIPKCLASQDIMLNVQRFLDPQDLLTLRKTCKTWYDHSKNRAAWIRAA
ERVCLRNGIQKAWLPVREMSLSDLEHLTLSPSRFLRLLDNHNYDTVRPLLTRSLVPQPRAGDDDTFEINRAFLVPGGRFL
ITVTCQDADEHLYDAGCLLWDLGFGERYPMKLFPIAHLDFPDRLIITDITLSANGEAVIMPCFREHEDSYSTYIYSVSPG
LEQPTFELRAEFNHIPLTAEPLGISEDRFLLWDRATGTVVVWDFENNMTSCWGTKAEDNISYGTTFGKTALLMANKQPTT
QVYIYDIPPFEPRVDDFSRLVVSDITPPKLNFVRVCQPSDFSYFRSPHWMQHLLPSPFLAMLDWYESRDREDGTPAIDAH
AAQRNGWGMELHAFLQANSAMPTVFPSLMGIAGNYVGPNWSPSSPDPPLKDNCGFADGHFVFFSSQELRNSPTRMLAVTS
FSIPDPSLPTRPPHLSCSTIFINPHDRGNAPKPDRYDVCPFSGRVVAVTKDSYSGTKDEIRVMDLLVSPSQM*       
>Ccin_CC1G_03605                                                                
MASETSFSESKFPRYKIVPLPYPKGKQALEALIARSSASLSTLEKRKKWLLQELESVKVDINLVNSDITNLRYATKTTLI
QEFPVELLSRIFTMACEGQTLALCGAKGNKRHRTATAVVLSKVCKQWNAIAKRCPLLWNKVGISCIERSLGSRSRRDPFL
DVVRTTLQRSNPVPLYLGFYNNVQRDIEDLIWLKFWTTILEFRHRFATFHLDRTELGPIGSIDTSPLPNQALQLTNVKTV
SSPPNLLPVVPLNALTHLTIFVSDSYDMSPESLVTILRSAPLLEVLRLNFGEHGLQESESKLPPVDLPRLRVLELQHWFI
DAYDGTLLPLLSTPSLERLDIVDAWNSPAPDSDDNLFSFISPKRVPNLREFRVGYGNPIYLGRVEGVGDELEYFAYIKSS
DHRQWKRWTEKMFTFYDSDGDFEEFEHHSIRHHRIWGQGWSVFTEVKRPAKEYGRDEWGEVCFVEDQIGEIVSNDPRKRD
VIPLNTGWGNLKTEELANLEDWFEVMCHKHLRKVERTLALAL*                                     
>Ccin_CC1G_03801                                                                
MSSNNPANSYVCDTIPPARLAQNQFHPFQHDNIHSPQPMLFEHHDHPEQSPKQAVVDDDHHHDRDRDPGSPGGTPQPPPR
KLCVRHQRMADEGMNLKLQQSLDALSIEERESVNAIWSNFSSSSHPRRALILQGLLTMCCFSQLSLLTEQLAHLIRIDPF
VVLPREIALKILSYLDATSLCRAAQVSTRWRALADDNVLWRAICEQHIGQKCHKCGWGLPVLEKKRALCYRSTPSNSHSP
VSSPSISLPSTSTPASTSTDPTTSRKRPAADSSDLLSPPVKRQRSDEASSSQTQESVNSLTNTAPTPLPAPTLRPWKDVY
SERMTIERNWRRGRCTVRTLKGHTDGVMCLQFNETLSHPAFPVLITGSYDRTVRVWNLETGQELFCLKGHTRAVRALQFD
EVKLITGSMDNTLKVWDWRRGKCIRTLTGHTEGVVCLNFDSNVLASGSVDSTIRVWNMRSGTSFTLRGHTDWVNAVQLWD
SQPQSVQQESGSGSLLDMSGCRSPNANAGNNNIDPGKMLFSASDDGTIKLWDLNMRTCVRVFTGHVGQVQSMKLLVEGCD
SNRDEDGEEAAVDSGSSVASRDSPEPAPKRRKKPLLISGSLDNTIRLWDIETGKATGALFGHIEGVWSVASDKLRVVSGS
HDRTIKVWSREDQKCIATLVGHQAAVSCIALGEDKIVSGGDDNDIKVWSFA*                            



>Ccin_CC1G_03938                                                                
MSTATHRHPWLPGSLGHMFALQAFRQQCHSPGYIRGFTDDRLTTDSSNAASDTIDTPSIALVPYTSPTATSPRSTDLMMG
ISSDHPIHQIPDEVLSKIFLVTTLSSLSKWDEPDPTAGYDSILPFPLVACAVCHLWRSAALSSPELWATITTPMSMKGTN
SLRFDPVKFTRLWLERSRAAPLHVYLSIPPLALALNLAVEVIVPEVMRHSNRLRTLFINADFGGLHFPNYRGLLSAIRTR
TEANSPLRHVSIRFSPCVHTQVTENESLIETCWGQDTGTTSPFSSVQMLRVEGIRIGPAFFPSLVSLVLWDLTSTPLEFT
RMITALPNLRRLSLLRLRTFVTEDRPTPVIVPNLEFLALSFSRRLANANPAYPATYLRLPNLKILELDGEVAVPICSCLD
SAFATSISNLETLRLRNQVRFALDSGSSSTWTDIQLLHKLLSIRSLELINSSVGALLHTERPPSSRQRRSSLRTARPTIS
PRLAETSRNLDAMFQQMRINGRQEEAVPEPAALDVPGESVSSIPPITWPNLESVSLDSMNVQDLVSLCRYVSKNRNIKTV
RLSATPRRHLSQSVKHRIGDGTFYAPTFISSRKAWGGSKEEAVGTGSDVESAQTWMEGRVQILPFEHDL*          
>Ccin_CC1G_04054                                                                
MDPVSAARDELERRIATLEGEAKALEDQDMKKRTHASHIKSQLNCLLPIFQLPNEVLQRIFQNIRAACEPADYGPIISVT
LVCRHWRDVATNQRELWSHITDDPRDFVPILLERSKSSRLTVGLRNPPPRRRPAYLAERAIWKAVRERIDRVESLDIARP
WDFLVDYVHHLWPKTIPILQALSLTNLSDTTSAPAESTELPFQERESLKKMPQLRSLKLVNCGIGWNCLLLRNLTVFHIA
NRVANADRVCPAAFLDALEGMKQLADLNIDITLPSLLHPKTRNRMVALNCLESLKITGRFNECHQFLERILIPETTVVRV
CCYEETDVGVTANISLVPQRLTGSPSASTSRSSPTTVRFTRPKLRSLEIFSGWEMNEEGEPKAEYYAWPERIDFSLPLPN
RHLCYEVPQHFGMTGTYPLLRSLDLANIVSLSLKEWRSDFAEIGNVLDDFEAVEDLFVTEPTILFTMNVVQEHTTEVLGE
RNNGVFETLPKLKNITFGKLVFKNPSLYCCPQAYDTRQHIGFQQLWDLVDGREKLGAKIETIQFLDCWNLSVEQVEKLKT
AVGKVIWSGTEQWLEPMLCTKCKDCRQRRSEGTIQ*                                            
>Ccin_CC1G_04055                                                                
MDQLERRIATVESEAKDLEVAANKKRIQASILRTQRNDLLPAFRLPNEVLQRIFHNVRIACKPEDYVPIIRVALVCRRWR
DVATNQPELWTHIVDDPRDLTSILFERSKSAPVTVCLGNPHVPTTLRAWKAQEATWQTVCARIRSIESLDIRKPLDTLDD
YVRELPRSAPKLRSLCLTNLSGSTYDTNQFSTNLPYLWGIPSKRMPQLRTIKLTNCHIGWDSPLLRNLTTFHIKHRDKHM
RRFSADDLLGALDNMAQLVDLEIDTVIPNLLLANRTVRLNRLQSLKLTGRFRECHQFLQCVLIPETAAARISCYEEREDD
DMPVAHHISIIPRRITESTTTGLTRPRSRSLEIFSSPEEREEGEPEAEFYAWPERIDFSLPLPNRNLCYEVPQYYGQSGT
GPLLDAMLPFNIVSLSFRDWCNDFIDIYEALRMFPVVDDLFVREPGTWIINPIGDHTAEVADGFNDGILELLPKLKSISF
ERIAFESPSACPHDKREQVRFDHLLAFVKGREKLGAKIETLKFVECWNLSVEQVRQLETVVGKLVWPGTERWMECERPSC
ESCKGCA*                                                                        
>Ccin_CC1G_04066                                                                
MSYLHNRDLAPYLACNAELPAHLHLSATAHLPTLHEQLRDARKRVDEIKEILAKAQRDVSAAEDRVENYQKLVSPIRKLP
ADLLAHIVLFTMPVSPNLPRLGVDYDPNSLERLRRVCKKWKNVMDSSPELWKRLWLDGTGMRPKIMARILRRWFSRAGEG
GLGLVIVFPSNVYSGNYGDLVAFLRSKIWKGLAFHETSPEILEAVFNEDYNCSTLETLWVSWSRPRRDYKMPERHPLYQE
LPAFLQRFSRLKHLSIWWDVLDSIQKPELFKLPCLTDIELTGPMPEDYVRRLLLGLPSLKNAAIFAFDPGPRIESQDLDS
QLSIERLTILEGRCQWFLKELPLLKALRLAGFWEQWSLLFIPTNPASIYRFTNLHLVCLDKLSIMKPEDIAFAVCHLPPS
VRVVRVSSIELVGCITCRVAARKFVGRRLDIVVMELGEDMGSYEWETALKHLVKVFVKKRPGRAREAFRGRDLVIWIEAS
SWEECGYREEWNEWLALLRSVNVRFELTLGPRPGDDVEFDIPYV*                                   
>Ccin_CC1G_04067                                                                
MTVALELHDVALAPWATCNDELPEHLYISAKGRLVTLDGEHMDARKRVEELKEKLAKARAELSATQDELWTTEKQIQIYR
NMVAPMRRFPPELLSRVFLFSIPPFHKLPRYGQGDRDKLRLVCKRWKIIVDSSPELWKRLRYTQSAASPQFAVRLLQRWF
SHAGNGGLGLTIDLRPMYADGELTTFLRSKTWKELSLYTTSPEILEAVFPKSYNCSALETLCITWAMSGWDAIDRLSKHP
LYRHFPTFLQRFSRLKQLSIEWSIPHLTMKPKLFELPDLTDLKLRGAIPHDYVRRLLNGLPSLKNVDISLSVVRGDTSPR
DVDDPLPIRWLTTDRGWCWLFKDLPLLEALRPVGSWQSWSPSFSPTSLTSLYRLANLSLVSFDRMELDSTDTALAVSHLP
PSVRVVRVSTMGFTYCITRRMAARNFVGRRLDIVVTKSSDYAYVWEGIIRHLMRVFVKKRPGRAREAFRARDLVIWIKVS
SWEGRYGYRDEWKDWLDQLRSVNVRFELTLGPHPGDDVEFDIPYM*                                  
>Ccin_CC1G_04072                                                                
MSCLHNGDLAPYLACNDELPEHLHLSATAHLTTLEEQLREARERVEELKEALAKAQCDVSAAEDRVENYQKLVSPIRRLP
ADLLARIVLFTMPVSPSFPHFRVDSEHDSLERLRRVCKKWKNAMDSSPELWKRLWLDGTGMRPRTIARILRRWFSRAGEG
GLGLAIVFPSNVYSGNYGDLVAFLRSKVWKGLAFRDTSPEILEAVFNEEYDCSTLETLRVSWGRPKLDYNRPERHPLYRK
FPAFLQRFSRLKHLSIWWDVLDSIQKPELFKLPCLTDIELTGPMPEDYVRRLLLGLPSLKNAAIFAFEPCPRIESQDLDS
QLSIERLTILEGRCQWFLKELPLLKALRLAGFWEQWSLLFIPTNPASIYRFTNLRLVCLAKSYMEPDDIAFAVCHLPPSV
RVVRVFSMGFLRCISRRMAARNFVCRRLDIVIKESFLFGWEVTIKHLVKVFVKKRPGRARDAFRGRDLVIWIKVSSWQQF
HGYSKEWHDWLDQLRSVNVRFELTLGPCPGDDVEFDIPYL*                                       
>Ccin_CC1G_04073                                                                
MALHDVALASWAACNDELPVHLHLSAKSHLVTLERELVEARKRAEELKKARAMGHDDVSATEDQVETYRKLVSPMRRLPP
ELLAHIVLFSIDEFPRLPHYGGESERDSLERLRRVCKKWKTVIDSSPELWKRLWLEADEMNISPRITARILRLPCWAGDR
RSGV*                                                                           
>Ccin_CC1G_04103                                                                
MNTVATPPSRLPESIPLNGLERFFKQRDRQPLVQASLGKAHQPVTIDDLPNEILFLIFLEAVDYDNRFDRDSVREADIMT
VANISQVCARWRAVVLQHGALWSMVLVVEGNDNGWFKEVFGRIGTSAISIFSRRYRPPTDAMREITKENISRCEHLHLPV
RWPADDHTEWSQYLLSQPAPLLKKCVIVNDFDAELPYKFETRFPNTLFHGHAPQLRSLTLINCSLPVPNQPDVFPRLDTL
VVQYGPVADLSVLLDRKGIRHTISLLRSFPKLRSVTLDDALVDSIPLHQHPALWRIKPVEMKFLQSLSYTGDATVALALC
NRILLPATTTVRLGLRFTDARMVKKDDFVNTMEGIIDLMMKHSRREQHLSITYTHRHWTVGLGGAESRIRFEVDLCTSGL
WFMERPFARDADVGDTPMGWDDPFCWLIDYLSQAHELVIRGITSLSLTFQEVGYSFFHCRKLLRLMKDLDTLCVGGLSLG



KLEQAAEVWQEDSTLFPLLRKLELRIRSLRRPTTLATIPAFVSRWEEVKQRFKSFTLVLPSIDKNLLVTRGGETFGWILY
*                                                                               
>Ccin_CC1G_04158                                                                
MASRRKGLELSTNSTALAATLPLEIMAMIFAFALPTVMDFKGRAAFLVIRQVCRSWRSACFNIPELWTSLSVETSDPTAL
YRDLQCLIPLEKLGSKIISWFSHSGSSRPLSLRISTVYHCHEEGLVIAPHKCFCDLRCDRTSFPPHKGSLAGIEAALNAY
ASRIESLDFNLCEFAFYGMMRHLQLDKFTILRSFRGPPKLLTSEKFNEQIKGEKEQRQLELALANLRNIPSLQKLTVPSL
KPWLTDDRILTSSLTELELKNMEVLLPADIALINKMESLRTLFIRFHDAFSHGDTADENSDPDTAGIHLERITTLRLHSR
LETLGISLQEPHLRCPSMRSLHLHIGGRYCVFGFESPYLDKVVYEALVEYLEQLDSPLEELIISGYGSYGVSQHLRQSNV
LAGIRSVTLEACTCNWC*                                                              
>Ccin_CC1G_04376                                                                
MFRRRPAGPTRVLPPTRFDESLGLPEDIVKAARSDSSDHDEVVLIKAATLADEYRERISQLNDQLRRQRIADAPHSSVLE
AKGEEIQAHRYKLRAVNKALSNWPARIAQMPVHIRSELPEEVLQEASQIDSNLKRTTLAELSNGYGRKQQDLYEHQHLLQ
HPKPTDAQRDIEADIEMCTIRMRVCQSISSKWRRLPPEIWAYIFELFAFSKPGPPTKFPGAVFAYPALLLCAVCRLWRAI
GMSTPALWKLIKIAATIEGGLAGEQAFIHRGSLQVALAALSRMQTCPWTLDIKIQSRRELGSKAPPTQIDRRNTLATFLQ
HPSIAYLQRVRFQTTPFMNDVGSITLPFAEHVTLWRHTDEGEHGTDGDGRSVKPLPNVPRATKVIVHSGSPCHPRTINLA
GASWTNLTHLAISPLHHRLCQTILKLAPSVKRCYFYLQKYSDVLAIQGLPAAPSRSVQSALTDLTCLNENLFSTDISRKL
QFPALTTLRVAIQRYNRDEFRWSPGSALALGSLKRLYISGMGPFYLENHIIPALRMCPQLSELMLLVKLDYKALFKWLTF
DALQPRLQRLQYLTLYCVVEGTTPALSDLPPRFFNTKKKPVPGRQFPIDRLADMIRSRVVVGEASTAEHASSSGLFRPRR
LKHVRVWFEESKFTGVYMKLLRQRLESLPPDIDFRLETRIFGAKLLRVPHIEKDRFWDEGFMGCFDKPNRAFITSD*   
>Ccin_CC1G_04379                                                                
MSLLQTPAEIQERDRKAQILVETARQLENQRYELLQQLTSVTQSLSSIWAEYGLLHNTSVLINRLPSEVLCLIFSHCLSS
SKPAEGQGSFPYEAEKRPPEITITHVCQHWRQHALQFPQLWSTFRYKTPKWRRDPIQRFNAYMERSYPLSVDLYVYLKGV
PHEDLSILQAAAHHVERWRGVNIVSDDNNFDWSKLQTALEHKAAQNLEYLSFRPSLVVTGHTSNGHVTPVSRLDPKILTL
GAPKLSQVRLDATVPYFFLPPLSNASTICLDAKYMGPTSVTWGAFLGILALPNLENLSIGGHVVSPPNSDQLHEPILVAS
LKHLRWSSDGERLSQFISHLDAPNLESLILCGMQLAPQPVTPEAKVHLPALRSLHIIECGGLSTHAIRFLAEGSPNLRRL
FMSYYRPKEGDHLLDYLNQESKDGNTHWPNLEGVTCYLHQVDEVAPYLDFVQSRVPSPEGEQPSARRSLMGLRVSKRLLR
SWETQSPEGYSTLRDLCALSCWETVRDILPQVWPPGCQPGLSMANDRSDQFGFAVDWNEF*                   
>Ccin_CC1G_04442                                                                
MADQPVDPPQTLFHDLPEDILLQIFHAAREVAFGRTARALSLVTLSQVCREWRNLAISAPSLWTEIQYPGPRGHNYLSNL
FLERSRPCCELDVHIKISMRVEQRSDGEIVRHPKPVMQDVLQVLKEADRIRSLSLVLPETKWTWDPTYRAIQATPFPNLV
TLNVSGDELPWSWWFVDGRMRSRHQGGIHTQLTLPTPRKLKSLTIHNHCWLCHAHPFRDLTYLRLNYFSPTFSEFTELFR
SSPKLHTLILLDFGMEIGTDELAAMAGGKSVEREVIAPSLTTLVVGSYTLYEPGEERPMQPARDTFTEKDCESTSCPCFF
RGMTANRLRNLEILTPSSISATHFLSMLRRRADASSNATSKATAIGSGTGTGHSQEDSDPGITVKLQITQRECVVGPDTG
EGYMKLEELASANPNTVHIGGYSALFWMNHWPRAKDPRERPRPPSR*                                 
>Ccin_CC1G_04475                                                                
MTSTRVPDHLDQRLLSTNEPPNTEEELAVRKYVDTVSKDIEDEEAEPRRLSQLFSDCHGRIRHLNEHRDKARGIVSPLRR
LPSELIAEIFKAALKPHDNNYYQRHDFANYRAVCRQWRDAAYSHPELWAALTISSSDFDFATWFHNARNVPLRFRLDIAQ
SEFLPHCEEVVADVVSVVTENRNWSVLQLVLGTWWAQAEAILHNIFSAIADAPYRPWKNLKSVELQPLITTTPRLWQICT
PSLSSLALELTPSLDPEYTTRLLQVRHLALSRLELNIFDLKGLHPRRTPRSRANCTPDTTVSHPGIRTFLFEGPVEYLHA
LSFPGVEEVSLTVGIVNVHRHEGASGWLEALKSFLQCSKRLLEIKVEIITLLQAFLPSDSSQQQVLTHELSQLPSIRRLE
LPEWIEGLDLSSEEFISFSEQRKASLVGSGEASGTNTGGNSILSLGLVPIDLGLEDMTVLFLSSPTESVKYLLGQALELG
ARFHFDLC*                                                                       
>Ccin_CC1G_04476                                                                
MESLGTSSLFKQVDQHLLSTNDPPMTNEQRLAAKRYIDAVSKEIQEREAAIQFLPPLPGLRRRIGKLRKTRRKVQGILSP
LRDFPEELIARIFEIVLEPWNNNLGGRRAFIRLRSVCQRWRAIAFSHPALWAALTVEPRELFGPNAPDLPQAKIRAWFDR
ALATPLRFQIYSSNGFQNTAEEVASAVSVVADDRNCLFAAIASASYRPWKNLKTLEIALVPPSATTAGGITTVILQGPPR
LLQCLTLPALTHLWLSPENLSPGPQTDIVAFEEFSSVVKAFLHRSRCCLSGLFLHMWQLPYNLSSRFLEEIETGYITTLL
QPLAFIECLEQRKVAYLSSSRQSPGEKAAEAALPWLELVFKQTAPFVRDRNRDLLARAFQLKVRIQVGSVAWN*      
>Ccin_CC1G_04508                                                                
MSADPEDKAQQSTSNGKGPQKDRHILTSEQRATTRSDLPIEHRWIWDVAYEKGLFSGIREGVDATIEQYEKCYGLDDSRE
WMMVQAFEQLRRGRLAGYDSDELEMKSEYDSSIDDSETSDLCDDLQMLAMAESPIEPTTVAHYPPLPVEILQQIFDRTFP
PHYLLDWEHAFGEHAFACMAIAHQKSLMSVCQSWYNVVKPYLYEQIHIRRPTQLFMLLDSLKRNPENQPLVKGISVSCVV
GAAWAEKFFKTIQSVVDRAPNLTDFSMKGWSVTGDPDIPDAFRFPVFKQDNMRLGISYFTTLDSRLNHTQPQDFPHGGFD
RLTRLSLNVDYDKYFTDSQNQALDLDLPVLETLDLHHYLEFTGLRGTWKMPRLKNFSIDWSDPHALIGFLHDHGRGLRRL
ELAFTLALELNLHLLCPSLEHLVVRQGSPSNVPLAHPTIRWIDVWLRYSSFPTSEQYLRLRALQHANARESLPSFLGLRF
FHSQLLHLPDLPHRLPPWSVTSARDSYEIRFADFFIRHEEGRVFGTAAVPENESPGGQDATWKYASSSGYYESSEGSSSE
AWSSEPESDGGKEFFSGFDSE*                                                          
>Ccin_CC1G_04517                                                                
MLPFADLEQDELRDLLGTQVIVDFPFNVQGPIPYPLHFPSELVVEVFMHILTPFTQDCAQRHRFKTLRCVCRHWREVAFS
TAKLWSKITLDSSDWNNRKKVLLVGARMRGWFDRAKASPLSLYIQNAPFCLSHVYPIITEDRNWSDIHISFARRYRYHVD
MSSLLDGLRDAPYHPWRNLQALYMHYRTGSLHSGTPAYPCLHPVDQHLPNLESLDTTSLILSRIAFTPGTILHPTLTTFK
IILCRPQEIKWCIEKIVPNLPALETLVLEQSYFNANERLPGEDWGYESDREMSGPDFPERIQHPKIRHFTLVYGYLTTLR



FFTLPALRILKLVGASRCYDFNPGLENFFSLLTRSGCRLEELDISHLHLHGSLLSLFLRRLDERVRTLSSLSFHSANFNN
HLLHDLSSSDPDLVKPLAFPMLKRLELNILGSGRRLPLQDFIKWFHLRKAAQKIPTDSQSDDGGREEPSVFRLVFRAQSG
ITVDRAFIKQRMEDLWDIEKEALSQMPKLGIRVFVEGIDLYEFAFEGGWLTG*                           
>Ccin_CC1G_04640                                                                
MGSGHFEHYITNLRELGVLKVRVFTSESCPTMSSFQELPLDILDPVISNLSDRKDWRACTLVNREFNRIATPLLYRSLDS
RVATQNGKFVVLHPCFTLIQRPELGKYVRHVTESGSIHNRVTSSFTEQTLQALVHCTSLRSFTWTDDSDAGFVLYRFLEV
IRDLPGPLEDIKIRSHLDVGQDTWDLLTTFSGLKSVSWFCMDGPPRVLQGWGERLGPTLTHLELGRCAGVPPSILVSVIS
QLPKLESILLKGAPASAVATILGILPNLRHLDTEYIPSGSSRSYNRSLGEAADDPRPPLTHLMVRTSSLDFQGPRMLWSW
ILANVPGPEPHLEVFRLHSFASAMTHIEVPRTFILGLARIHGSSLKQFSACGAQMTLTDIECLCGMFPQLEFIETSVWVE
EGNMESLKFAIAKGKNLRALKLNVRSRFSTRDATNLMLRDEDSKLRFISVDGFQYTGKWYIVDDDLEEDELENRADYQVM
HNSRGGRVVLRFIVTKTDSAEDLNW*                                                      
>Ccin_CC1G_04678                                                                
MDKELAELAAQQVLIEKRMRLLRFERNKLSPVSRLPAEVLSEIFVWRASPTEKPRMWVPSITHVCASWREIALNFPPLWS
TIHGPAQNMGPSWLATFLERSKGAPLSIHSQIDDFPNQDEAAISRVRHILANTLKETHRLRHVFLSGDLSLPWRRNGISA
FLVYRMTSPAPLWPCPLLEGGHLLRLFAHQFGLFSDITHLELSFSEEFHTSFHPDARNVFVALNELRDLTKLTLGLPASF
ASSFQPPQMIDLPLLSSLSIRATHEVCTTLLGAFKIPLCLLSLVLRVDDMPEEGDSPEFAAISAALSSAWSSPSPASRPP
LQDLTTISIRSTPLEDIAFRASAGSSSLSLSSPAPFDLTGPHFIISPVQVKRLELAGVVYRHSTQYSVEPFVCSLPSVDV
LSLHGKVVNPVVVHLCSPNMLPSLREIEVRKANFSSSAEGKTLFERFISFLRRRKGKIKAVKIEGCKGLTRVDLEKFRRV
VDGKVEWDGQEEDWETDYNTTDSEEEFSDSQW*                                               
>Ccin_CC1G_04681                                                                
MATNFECPNIDVKTAINLIDAEIAKLEVEIPLRDEHIRQLKSNRNDLIHASSLLIEILREILWLCVATTPVHKPLEWIPL
THVCSRWRKIALDYPQLWSRIYDPETYMGPSWLTAFIERSKNAPTLDISNNTGFRSRDPATHSAIRPMLSQILSQTARLR
EVNLNGSPSMKALLAPMTSSAPQLQSLTIENWSLKEGNVFPDHFLNGHAPRLRRLVLDNCYFPPNPSVFANITTLQLTFD
ARLTSHPPARGMIADLDKIPALTKLTLDLRGYVFPKILSLPERLVLRRLSELTVVGEFWQACSPFLNAVKIPPGPIALSI
IIRDHIIRSDDLDDIRSKVSSIWLSPSASSTTPLPLESPTSLTFRIQPVYPHANHFSKDVLACASGGDSSFSLWLRGGFN
QVVAEIDTPFSLHNVEHLELALDDWTSRSRDIQRFLDFFPSLRTIALCKNEASSALVKCLKEKPTQPPFLTRIQLRDVDF
ACTYDPRVLGDPPRTDEVEFLEAFIQMLHARKAAGKMIGNIEIVQCKNLSLDGVQRMKDEVMGDVAIAA*          
>Ccin_CC1G_04700                                                                
MPLCEGCGRLNPGYSSKPTADELADEIIQIEALMSKLSERRTIIRRRINTLAPISRLPSEILLEIFTLYCKAEPDTEAPH
PSPLFLGSVCVAWRTLVWSTPLLWRSIHINVSLAHRTRRADVLLEWLMRARSVPLHIKLTATEEDEDVFSSIRSTMAILL
RRSEQWGSIDCILPPQCHDMLAAHRFPNLKSVTFRPPKGTISTFSRPPDMFLNTPSLTDVDLSGYDYSSMVLPWHQLHKF
RTQFLRVAECLAILHRSPNLIHCDLDHIYSVETAPNSLSPPNSPNAPSRHIHENLEVLELGFIKGSAAESFFNSVSLPSL
RELALHFGHENSVAFPPTFLRALHSSAAFVGLQKLSLSQGSLDDQDVIQCLELLPTLVELKIRNTSTSSFGDSIFDAPKG
LSRRLISRLYRREGDPKEVLVPKLRYFEYEGNLVCGVGDLVNMLAWRLEQEMGRHSGVEKLESFVLVVPSCATLDEGQRS
LIRSLAERGVDLRILQRGKGL*                                                          
>Ccin_CC1G_04742                                                                
MDTTQTDVATSKMGWEDIFGDEELCDTDVVRKARRAPTNTPFDIPLEIGQHIFTLVCAYIPDRARHLKPVSPLKLGRICR
SWRNAAWTCPRLWKTIHLELRKGHIDTQRQILEGWLERSKELPLEVYLRIPELNCTSELEAVYDLLATHGRHLGTIDLVM
YKQTEWAVIEEKLKGKLDTLASLCISVEEHTMRDEWPHMGGFLDYPSLRRAHLHGVKALYEIFLPWRQLTHLVLDRIPID
GCFAIVMQTSHSLQHLTICSVDDGSTGPVHWVSRRSKVTCPNLETLEIGDTTGKALILCLHFHFPNLRRVSLSINEHSRG
PGSDTDLSPGDIIPTVWEERMKLLPMPPLFDSSPNLASQLEVQSCLTRPKDFEFKYQVEVEREPGSGGYTDSAYILFKAR
YWLEEDTRWRQKIAEQLYRWARPLREVREAQRDKYAMPRIVLEVPTSYMSAIDERFGSGGLQELGISMRPFVSIPHVSQL
R*                                                                              
>Ccin_CC1G_04751                                                                
MSASPFQQHLGTNYVPSAAQLQDISAFVKQSDARLAELNAELAVLLEKRDKLKESIDGHKALLSITRRLPTDIMQNIFNW
TLPPFAFNTTMDPSDSPLLLTRVCRSWREIAINLPHLWSAIHIPIPAFPTHYSHVPGFNGEDGTLTEEQQEVLDLEVTKW
ISRMEHRKALVKAWLSRAKGTNLSISLVVGRGEDHATEAYFKEMIDIIRPYSTQWRSLFLRCRHNFSKHILSIPASETPI
LHTVSLDISAPSIRGSVLPGYEPKTIITFPPDSLVTSPSLRILSVEDFPVKIQSVPAPFANLTKLHFWGRVLGADPPLIP
VYFTSASALDILELCPNLQECSLTMEERSQRKNRVVLPHLRTLFLEQDGDISLEMLIDNIDLPALTNLGITRSALPCAAS
PAPVVKFLRKWGHTLKRLYFDYREVTAEELKTCFELGSGVETMVLSFSRNHIRRHNMWHAAPFRHNDPGLSEPAPVYFTN
SVLEMLTPRVGVDTDRDGGLKTEVLCPNLRMFDVTLSTVEFDEKALLRFVRGRRHQRALETGIARLERVRVGFAVGIPKE
YEYDDRGGTSSAKHEWVPAGREEEDRKLDWPPLHKLKQEEREVDLDGLKVGVTWGHDVQRCCDFNGRPRRSGVDAIWDPE
YGVTVAIARLDPAVYCV*                                                              
>Ccin_CC1G_04752                                                                
MSSPIPESPYEQHIGTNYTPTDDQVKELRQYATQYDAQVAQVDEELAALQRKRDRLKALADGHKALSSITRRLPVDVMHS
IFERCTPRPRHYAIMSSSHAPLLLTRVCRSWREIALNHAPLWSSLHIPIPSHPDVQHYVPGAQDDFDPDTMLTRRENRLT
EEQREVFAMEVERWKARVEKRKEMVATWLSRAKGTNLFLSIAAGHNGDEHSERFFKEIVGVLRPYMPQVEKLKVFGPDML
AIHLLSIPAGETPRIRTITIDLISSTGIRDWMTASQEAPKVVFPPGSMVTAPSLKILSIEGSPQKLQEIPVTKANLTELY
LCGRSGATSCASPMYFTPTSALNLLEQCPNLGKCALTLGMDPFVHEFHHLAVMNGIISQDPQEERTTPVSLPHLHTLLIE
QEGNQSIQLFIDLIDLPALRNLGMTRSVTPCPASPAPLIQFMRKWGHNLKALFFDYRELTTDELKTCLEFARNVEELNTS
FSRTLGRRRYRHSPWDDDLFNPTQPSQNNRPAPALFNNPVLALLTPRLGEGSPLDVLCPKLTYFRVQLATAEFSEEALLQ
FIRGRRHRQALQSGLAKLTKVKVGFAIDGPKGGVKRQQAHQCSHHRRSNLPGGTEDHWPLFRTIMDDPDVDLRELKVEVG



WRQSPWKLDGHHLHGLQAHGSTADALWDPAYGLRAVVDRVFF*                                     
>Ccin_CC1G_04753                                                                
MSSSPIPPSPFEQHIGTNYTPHDRQLVEIQELVTQSKPRLAELDAELEDAMKAVEALRERRDKYKNFVDGHQALLSITRR
LPLDIMHIIFEHAMPKKHGALMSPSDPPLLFTHVCREWRRIAINHAPLWSSLHLPIPNYPDYVNYIPGYVAPDGGGGGKL
TEEQQAIFDLEVEKWTARMEERKSLVATWLSRAKGAKLSLNIYTGHWFDENTEKHFKELISILRGYASQWGRVHLSCPVR
LSGHVLSIPASETPQLHSISLKVFSPTRYTTPFPISPQSPARAILSPDSLVSSPTLRSLLIECIPAKVDDIPAPWGNLTQ
VCLSAKMPSNSAIYFTSASALAFLQKCPNMRKCALTIGLDPFQRIRDLAGVPSPATANANEDDEERVPRVTLPHLHTLVI
EQEGDMSLQLFIDNLDLPSLDTLAVRRSAVPCAAKPAPLVQIMRTWGRNLKALFFDYQELTAAELQTCLELSCNVEQLNV
SAGRGVRRRYSALLHDFGPAVGNPADLRAAPALFTNSVLSKLTPQGDQDPASVLCPNLTSFAIRLGTAEFTEEALLDFIR
GRRRTSRAPKLEKLKVEFAVDGPKRSPEDSYDKLQGEINWPMWRTVVDDPGVDLTRFKLDLEWGQSARSWASTIHNKYRR
GPSSVWDPVYGLPPAVLDGDSTPSPFAFS*                                                  
>Ccin_CC1G_04778                                                                
MVPFSTAKTTPLDLAKLKQELPDLSLEVPRKYARMLNTNYVPTASELHEIQAFSSAITSKTQEIASEIASLEGRLSKLKS
RQAFLKDAAAPYAALASPFRRFPPELMQSIFIACLPDSRNAVMHRSEAPVLLGRVCSEWRRIVLNTPALWSTLHIVPPNF
SADMPELNTIRFRRKREVIETWLGRSGACPLSISFVWFGSDGEAETRLCGELLGLLIQLSKRWKRIELQLPLKMLKPFLG
LGREDVPLLEVLSLTDNRSNFEDFDEYVNSVGSGNDNLLGLAHWPEQLQFASEAPSLKSLDLTFFAGAIQIPSTVAWSQL
TTLVLESNISFFFKSCEDLILTLGQCSALESCTLKLPLSLVTPMGIQQAGGNVPQTYTPVDSVVTLPELRELCVDGDQHL
LGAFHMTTIISNIRAPKLREIAIYGRAGSKEFFDDDGDGDEDDDSSTDADDGSEAPTPASTIALPPNTTSENTTTSQPRP
RYSPEPIAGLKKLLIRSGCPLEVLRLESVPLVEKEFLACLRLAPTITTLVIRDYKVRIGLASRGYVHCRNVGDGAGKECM
VDRVLKALIVERRGLRGWYNGMEIDVGEGSDPDSVGDDEVHDHSTSSFFPSSPTSSCTMVEDGDTDSDLMSAVSPASTSV
EIASDDGHTHLDIIGDKPSLSRVTRIPKEANSRYLHQYQDPLLPNLTSFDFALPCGSQELFCAFVESRFLPDEAFDLPPT
GIQQIVDVPVVRNSNSSSSFERTWVGVEGVDANPPFFPPELTDLEEEYIPPSVVELDEPPNRSELAALPFPMSISPGRQK
NRHLPFEITEPLSSPPSIARLSSVKCAFTAQENGIIRERLARLREMGLDIGVTFHTPLSDEVTPSPWTGVEGLL*     
>Ccin_CC1G_04801                                                                
MQFDYRILAASNLPPTESQIDEIKALLREESTKEESLELEIRRIQEELHRLRLATVAQKRRVSDYKAILSPIRSLPAEII
AHILLLCAEDRGGHHLPFPARYLVLGQICSRWRAIALATPDIWATIQIHVQSRSSVKKSIQVAHVFAERSQPRLLTLDVS
CNHSHHQVSNFLPTLLNERVSSRIHSLRLRVPERFITGPGESPIRHPFPKLAHLDFCGLSRQFFHPTAYLVDPPIMMMEN
PFIAGSSLTTLKVEYPSPLHTPSCYFGLSLPDTSQSWSNITSIILGEGVLFETHQFFWILEKSAAKLERFVASEALFDAS
ISTSLAAPIVLPHLHTFAVHLSEEDVSFINHLTMPALKSLSIAFQRDLPASPSDVLDRLRERSQFSLSTFKLINGCLWSI
DKADVLEGLFGHFFPEVEVLELDSRALETSLIFQSLRLRSHEAPFRDAGEENLPKLRKLSIRLDREYDAGIISDFLLSRT
ICPCRDHHRQGGCPFAIFEEIQLLTTNTRYLERQLQRFTENEEYIASARAPIRIKCIEG*                    
>Ccin_CC1G_04814                                                                
MTPIPYNLILMIANKVLNRTPFIPPEVLLQIFRQVSSCANPANSLRSITLASRYHALVAREVLWRTVTFIGEQRTRHRKW
FSAEMRKYTFIRLIASCNSSPLPPFLPLIRRLELVASSDHQDWMYDAKMVQIVKAISGHDGLRHLRIQSATFRQIVFTRF
IDTIFPSLNSTLLELSLDNVVLFDPSVFNTLLSLQFIRFEGVFFKGIKVDAQLVDVIEDNGMENTSGPSSPAKWLAWRVS
DTDLIPPQDIIHPRIRSFTYARCSLAVDSYLGPAQERILSYLDLSELSTANFRLRYEDDYLTLATVLQQASTTLRVLILD
LTLTIRGLRL*                                                                     
>Ccin_CC1G_04968                                                                
MPNSPRPASTEALPPELLIAIFQAYVKDETLGVLKLRSVSRRWRDIANSLPNLWQHIYLDSSSASIPNLHQVATLFLQKS
EPLPVDVEVWAYDSDCVLPILSPILHSVSRWRTFVTSGYRTESIDMSALGTYHKAAYPFPMDRLTLHLHDGDFDGNLDDS
DGGEEPILNPTFTPEGEMQLWVNSLPPKEHLAPLHFTRLKISAQGLEAGHVTPASIAGVLSACPSLVVFSFEGWVEGEEF
GSYDRPTATVTLPNLERLKIRGTTLTRPILSSIIAPRLQYLTLAYLNVDRQIGTADLCGDDGESEDEANDFSQSPWSDRA
TGLGLRQLISRSRPPLRTLEMDYSDLRTKDFRWIFDRLDTLEEFRIVASDMSDKVIRLFKLETQAPPRASSSSGTDALVK
MRLPRLKRLELIQCQRLTGNAVVQALVPRVIYTDSTADTRRFSKLKFVSTVGCAGMEDRHEHVLTSTLGSRFVS*     
>Ccin_CC1G_04969                                                                
MVDFLDLPVEILPLILAYLPKPQHLANASLVNSTFKSFAIPRLYSRVSIYSWHKGGKVKVLNLFTTLATYPHLAKHVRRL
EIRDFPKAIISSEEDILNLVVKGLQNCSNLHACTWTRDGTLSSDILGALCCSSSLQEIELNGHSQGQYDPQILSRFRNLT
KISLIMPSGAVISQLTSMLRCSGEKLKHLTVICKTSPVVNDSVLETLAPLLVNLEQLYLTGCPKVTERGIISILNANKAG
LTALGLEGVSPKFNMTAFAEHCIHSRALTNLQSITLTVSHFIDPQQWTQAVLTLLSASSDLTKFQIYATSSTAPRYPTAE
TLSSHMDSTTSLVGAIPRFLSNLVGVHGEKLERFSIHRIPLGIPSIRELCIRAPNLRELFVVVEPRFLNALPEALEHAKK
LRTVHVNYPLEIGAQENDEDEEDGIQGEDPRPLLTPTQTLDLVRRCGPSLVQFGCNTRVWQVGRTIETRADGEKVAEMCL
LPYEGQDIPEQFLVVRT*                                                              
>Ccin_CC1G_04973                                                                
MPLTTLPTDILILILASLSITDLASLSQTCSLLHSLVTEFGWAAYSRLHPRPSHSLSHARRKWSAYTQVQHDYLTDKAWK
STEFIARPLSRTWAGKQQPTLAITPTRLVVAAGTNLYSYVFGCKSSKPSISFEGVVNLDDPLVRGRNITSVTFLDDGELD
STLLVAYQEQRVEIITLIPVHGNNNQQRGPGLTFRRTRHAAFPQDDYVESFSTSRHHLLSISSNGTARFLYQGGVVPSTE
SESSPPTPSARIDLNERSWTCHLSMDASTPFAAFGTSGKTPLTVYSISQDRMSPLPEYILLSKKYGDTSISLDSLPSLAV
YGITRAPLSSPFGASPQVLASGWFDGQVRIYDLRASESRLTAPSSPSQTTPSSSSSSSSATILSPILTLQDRWSPEPIYT
LSSGGGSSAHIAAGTARHSVVSFWDTRSPRLGWSVHAPGNDRSPVFDVILESSRCFGVTEARPFVYDFGPNPSLDAYPTL
TPNRELAAVTQPPRGQRQYHREGIKYKPNLMTYEVAKYTHASSGLS*                                 
>Ccin_CC1G_04992                                                                
MILIQQSQICDPKIRMVGSTTFDVDEPSTAAIALPSLPRLPAITPPSLLDSLPLEILHEIFVLCLPEDFRKEASGNNGPP



APLKLCHVSQTWRRAAISEPRLWRNLRLPTKRLEASTSLDSFTSTIAKLTAQAVFWFENAGDAGIRLVLDIPRPAFETAD
AGSVVTMLDGGRNVTNLPTELDLLVAWRKFVAVVLVQRASRIRSLELRPFTKAASACIAPFISPDLSQDFKRLDSVFIIG
SQLPVSSCAGCHAKGLFGNAPSLKKVALVFSSIASSLPPSILPDTFLPWKQLTHLMIKMPCSGSFWKRVLLQCGQLETCV
MHLEHSLIAEDRDPTLTDAGIVLPKLHRLDVTFHDEFSSIYFHPFRFPALTNISIACDIGNGFPTFIWLKQSKPHLYAQF
KQLTSLTLSYQNITWSDLLELLKETDDLEELFVDSYLLDHKAFLQALTVYPDQTAKPIIPKLKNFSLFLEYYAETPPTTF
EEQDLLVMMASRSPVASEVARHICIMNSIELPELYSARDPGVRVFAPDRLVSTSLGCVELWVDSEDGTKVELLEKFQQLT
EALAESDKSDEYPPFSFLVDFVSPSEWLVQSNEPIWYSYY*                                       
>Ccin_CC1G_04994                                                                
MTINLLGSLADVQSCQSVGQVDAKIDDLERHIIAVQALLVEFKKKHNELLPISRLPPEILCKAFLEVKDDYIRVAEEKFS
KPWFRLPIASWCRLTHVCHHWRLVGIEHSPLWASIRGNVPDHVLTFHSRSKETLLDLEWMEPDRQGLDPHLGAIRRPLSQ
TSRIQSLNLGFLRLDTMLALVSSLSSSAPVLRNLSLSRSEYYRMSQEMPTRNWLLPQLFDAGAPHLQKLSLTACAIPWTS
ALFNHLTELELQDIPIRPDFPTTLFDLFRRSPRLIKAVIRPSAPEDRDVEEYVPPTVNTPIALPQLEYLELAGHVQMCCD
TLAYLSVPENACVRAVFHYIGDAWVTTLPQFLPSRFEGIRSLRINPQGTEHIAVTPCRGLIDFAPPFDHHREDEFTFDDF
RMCEEAAIFDTFSFGKVEAVHYKDDAHGYAGGFNTRVLLSLPSVKSVTLSGASQIATSFLQIFRGHLTRKIHGGAGDEPV
ITLDLLPSLQHLSFDSVILLRRGCKYWCSRHDPVRITLLSDVLRMRRELGAPIKSLRFYRGRNISQDLLDDLRAEDPLGP
EGLQVLWDGIEEELLCYSPDCDCGLNKGQTSSDE*                                             
>Ccin_CC1G_05253                                                                
MSRAAGISDIPQEILGVILDSLGPDSWKACSLISNHFRNACQKRLFSKISFAEFDFNNYHTAEALETAKLQSLLDVLESS
HRLADCVRLLDVRFHRCQENDALPTRLFHRCFPLLVNLEQFDVEVFGPPLDLSALVELNYDAVLPKMRQIYLRDFSVFPA
RFLAQFPNLQFLDLVQVGFGEIDEQDEIVGKSNAGSDNLERPKPRVWRVKPGKPVDIQNFFMAALKDVRFSQQVVSSNLT
ALTLDCWEHCRGHEEHEWVQPHQAFYDFLVACSGTLERLHVAFNWHHLGALTRLTKDAPVPFKRLEEIYFNIPVAWETFP
VRDDDSEGPSNDIVIAPWLKQLASLTSLKTFYLQMNLLGSVIGNVEFARLPIIDTLLDLQSHWLTLPSLPFIHLALSLRG
DPIQDRDRTYVEDRLSRMMDTGKFQVCAWGEPHDVDEAWAYGNHECRKPYFYRPLQRGLSIGIPYTREEVA*        
>Ccin_CC1G_05256                                                                
MHIPHLPQEILEEILKCLGTDFKSLYACSTVSRRFREPSQRQLFSRLYFGDRLGLIDDYCDEKIATHLALHALSYSHRLC
GYVRHVELAISCEAIAYLFFCKVMPFLSRVETLDLRGCSMTKIQTYPGVYRTTLPRVRRLYLTAFHNLSVTFLHQFPNLE
FLDLDHVSFCGPLSSPETLVDGVERPRPAPVVVSLKPNLGSPPYFNHFMELVLFKDPSYGLDISKITVLVVDILQEGYQD
YAQPEENLQTFELFHRLLAECAPNLEVLQIALNLQIAEFTRLLDEKPIDFQRLEDFRLVLPTRRRRSVHELELETVFHSL
VRWIKRISATAALKRMRIHFDLVGRPREGEVIERLPIMEALEDLTGYWSKLETMPLISCGISYNNYMEDHRETRPGCPNG
NLPLSDVKALHKRLDGLIRTKRFQILGARLPPLRKAYHYDDNYYPSGFRVGVNAWPATFAPIKLE*              
>Ccin_CC1G_05364                                                                
MFMTHEASRPALPFDVDAHGFRKMSTLEKLGLSCCAALLALLVIYKRGPWLQWSKRKSRRIEPQILRLSHLPPEILVEIM
KHIEWNDVLSVRRCCRALHTVSKDREVWLSLLRRYCDTVIPRPFFLSKPVELCSGDDLEARVVQWWTGWEGLQSTVQTFT
MDDSIPDIWGPLCPLPGDRYFLYKTNDGSIYYCNPSQADGTMHLLLPSPYPNDPCVSVSVAIDVIGTQNIDPESSLPSAS
SFENRLFPPVFRLAAVRRSTVEIWEIRPEVQGEAIVYSARLLKSFVDNSETQCCSLLGDHVAYTLHRLRGGTKIVDWTAV
AGGGPVLGTDIALLQPSYFLLLPHRRILAQSTYIYIADWNASRQLDSSPTSGIRPQWKSTEDFTHFHSYFVPFYIDNTFR
FIVRSVERPALIGVIVSNDPDVAVPDSVAFAQLAECDPAPHDDDVWFDYRKGVCVFEKNERARLLCYKWPGDDLPEPSIS
EVAFPKHTYTIYVDKSYARSRVVMFIYKRPLQTAVFG*                                          
>Ccin_CC1G_05402                                                                
MSKVQKLGYSSCAALAALLLLPWILVYKRVPTLRWIKSRRVERQILRLSHLPPEILVEIMKHIEWSDVLSLRRCCRTLHS
VSKDREVWLSLLRRYYDTVIPRPFFLSKPLELCSGDDLEARVVQWWTGWEGLRPTVQTFTTDANMSDNWGPLCPLPGDQF
FLYKGTDGSIFYCNPGQPDAPMHLLVPSPYPSNYSVEVCVAVDVLGTQGIDGAPTLSSDWSFEHRLFPPAFRLAVCRYAR
RTGSIEIWEIRPEVEGGAIGYSSHLLKSFSDKVRPTCCSLLGDHVAYHSSSASATRIVDWTAVADEGPVLGVNIALSSPF
YILLLPHRRILVHSSYIYLVDWKLCHQSESSPTSRIRPQWQSTERFRKPHPYSIPFYIDNSIRLIWYRLQSRALTGVIIS
NDLDVAVSDSIAFAQLAECSVPVAHDELWFDYRKGLCVFRKMQRAHLLCYKWPGDSLPEPSFSEIAFPQDTYTIYVDKAH
ARSRVVMFIYKRPCKTAFFG*                                                           
>Ccin_CC1G_05431                                                                
MDISMDQFSSQAAVDIEIESLQGQRQDLLEQLKVISSRICDLKSRRNEFCPISRLPKEVLHKIFLHLSPTQLAASEPTSD
GPSYSTIVCVTRVCRYWKKVALNQPELWTYVSDYKADAIRTLLMRSKTAPLDICLDRGSRGSNERWIQKALATRTIRSLS
MRELFHHLTPRLKKLPPAAPVLHTLILHNNDPFTRARDTRLPELFQEGAPLLRKVSLFSCHLPWTSPLLEGLTSLRMLDR
NAFKYPPPSPGVFLDALEKMPDLVELSLYVPIPDLDDQATSLHRVVALPRLRRLEFWGSIKQCHDLLQHVVIPESATIEL
TVDTEEADPLPLPLVPRRLVESPQTSSPAEIKTPQISFSEATPQSLEIEQDGVLHFYVWTDRHDVASFPIKRDCYVLYRS
VLDIPAIQSLPAWSIRSLRLQNYADYHGHLGHILRVLVAAEDVFVSERVVLAVVTALQRDPGLSDPTVPRPLEYLPALKT
LVFESVVNADGFRCVDVRDGSPKPVKLDVLFKVLKGREASGAKLEKLVFQRAYNMTRGAVDELAGVVDEVVWDWVEERSP
CVSRLGDECPCRQ*                                                                  
>Ccin_CC1G_05438                                                                
MSFPAFQLVANGDVYGATTSRQNVDASRAQLDQEISAIANQITAFQARMRELKTKRNELSPVSRPPPEVICKIFAEIRSS
LGDSKFLWTSILRVCRRWRYAALDQATFWSDVSDVDVPLAMVPTMIGYSKQAPLKLYLESGEPSMVVDPDVEEEIRKALA
SETTRLEELSLCGTADTLDGRLLSLGPLYDYTLSWTSPFLPNLTDFEFIWLKPLHMRPFAPQSLFDILAVMPNLELLHLN
YPIRTFRDVPSDRNQIVRFPRLKKLSMHGSPAEWSDFMKHIAVPVSAELRLDYHSYIEEDIGDRFMPFYLLNPSTIPGQQ
PSPVDFNVAQEEGGNAQRGRVVLSGRGCREPGNAATRLLECIPLHQVRSIHLESFDIALRPSFLRCPLVEHIAISAPALG
RFTTALLDDPAFNPQPNSGAVPHCSYLPSLKSLSLAGVRFTEAPCIAREEEDHTMFFDMLFSMIHARANNGGKVEVLKIE



QCINLTRERVESLRRCVGEVVWDGVETEELVDCGSEYCYCMTGFPEDEDNDQMDVA*                       
>Ccin_CC1G_05443                                                                
MAKLHLKLSSLQDELAAVTAELHTKMDDVTEEIRQQKELLNSFAPISQIPNEILQRIFTMNRARHLFQDTRSAVPLSPAL
RKDCGVGPWDWIRVTHVCVRWRMVGLAQKELWSYMTQKQSPRAIEEFIKRSHPAPLSVTMSRERWNTSLLDQLHRIESLE
LDSLDNYPHHAGDASEDPAVSRTGSAPLLRRLWIRESPYIFPKIVQLLEGGTPSLLTLELVNCYLPWTSPLFHPGLARLR
IRIPDRYRSPSQLSSEQFLDALERVSPGLVILELDMSLPETPDSTSRQIVFPKLEVLTLRCAKRPAIQSLLKHLVVPEKA
AVKLSFDACATGGVQPARIGGEETKAQTILPVRFSNVITRPSSICGSSSLLDTAYSPLTYAVPPPRSLSFALYETPSQNT
YTFRLWDHHVDFSLKHLPPSFLTCTVEDTTGKRWDAPPMVFHCLSSTGIRSLSLTHLPDKELDRFRVLVSLSHSPSPSFG
GVEDLWVGKYLARNIVYYLMEEIEDTVSTAKSGPSRSLPKCFPMLRSLTFERMVFVSASQLQCSVIKHIVNGKPVVFDDL
LRVLEFRAKSGAMVEILRFLDCYDLSASQAENIEASCGRGGLEWGGQDVRLAVPEEGMPLRK*                 
>Ccin_CC1G_05456                                                                
MEATGAGGSLASFFPSIYHYTAFLTMLQLPEDIFLHILKQLDVDSDEPTIRNASLVSTAFREPCQKLLFSTLRLKPPKSF
KSTYRYTPGARLLRLLKSSPVIMGYIQGITIIDSTPGSGADQPSWLSLDGRLAEALNQLSFDKIRRFELAMEYRLHWNHL
NAPIQKTILAICRSPSLVSLSLTCAPIGLVNLCGPALKHLKLYDVGMVELSKSVGKDSSTDQGTQKAQDNPDPPIIQLES
LSLHDRRNLSAVVDFILQPYPSGKLDVSSLKRLYFAPYALSDHGQVDRLVRAHHSLPEVYLE*                 
>Ccin_CC1G_05486                                                                
MSSELSRCTAAQDMEGESLCFVLGESQAELKGQSRQWRVQDKSQGQKPHLAHLPNDLLIEIMSHLDWDDVLVLRKCCRSL
HAASKERQVWHSLLVQYCDTVFPRPFFLPKPLEHCSGEDLEHCIVGWLSGWDHFLDPSLELRFMESHACPPGIFGPLEPL
PGGRFFIYCGNDDSLFYCDPTQPDPTMHLLVPSPNFENCSKISTALDVLGTQGIDGESTTLQGRLFPRTFRLARILGVTW
GKGLIEIWEINARVEGGTHVGYTSKLLKAFSDHIYVGEGNCCSLFGRHVAYVRDGNPNGSDLGVRIVDWTSVSGDEDPTN
LPGVAIPGPTPPLMVLLPHRRILMGG*                                                     
>Ccin_CC1G_05491                                                                
MLSTSAINKGKGKEVKISLSINRSRSSSATSATNMPFDVEVIPDDIWLTIFEQLGPGDLSRLSATCQKFHHLTQRPLLRE
ITWSKASSAERNIRDWGAGGSLAQFTGIVRKVKVRLSFKRINQNNAIVAVGASLHAVNEWGTDPRHDPQHTDWEFYDAVF
HRLMSFGNLRSLELVDTIVTPALYPVLAAIPSLRELNITRCTFLWSPLYPPILSTLGRPNPPGGIPDQYTMRRNVDEATI
AAQRQWFTDNHTFDFPTQLAHITHLTFKYNRSSPLNDDKIRTPVEDLPYMASELNKITILHPLYLLTLPSLTELTLTWSP
LLMTVFEALKNSQSLTSPPGNLQLPGGVQLPMNHPFHHLPHQAHLPNRGGNPFGINVFVPLRPSFPSLQHVTLLVDDLSR
DMMDSLVGLFEQRVNSPAPGLGPLRTKLRVAKHSLTEQHLGSIQFRLPGVYHYEGPLQVAGLLAAGMGALNIANPLEEIR
MGDAMEMNMILYTLEKLPRSLKKLDIKMYKWDQEILYAVRALFKELRELVIRYGRGGLKENTHVILGSDILPELQQLHTL
RLLPSGDCVKRDQQRHSFPSNHGTIHHINPASNTWWAMTSTSAHTPIHHHHHLHPHPHQMMPNLGPGGHIQVQPLGLQDD
DEDDEEFWSDDLLVDFSDEDGDLIAPGGPGPSSAAAAANAAVGGSSAAGPSASTSHASTSTQAGPSTGGSGPGSGSTFGG
SSNWRRSAFRFPMFSPFSNPGGFLSTSYVSYSSPSASTSASASSSSVASTSTAVVSNSAGPSTSTSASTSAAASGSASAS
GSQSHLPSSMTFGGHIGPRERLSGRSRHHHNSANLASLQSQRTTAAQIEAEEQRKITESLKEDLADYLVGWNRHCPRLRV
VQMEHGLMWVRRFDGDVWTSVVEKDGSANGNGGCTSGGGGSGQA*                                   
>Ccin_CC1G_05546                                                                
MSGDQVDDDQIPPINRLPTELLGSIFIATLPVNGKPVISTTSVPLVLADVCRQWREVAKATSQLWEETEFHLCDTKLRHW
FPREQQHPHWHRFEYIPEARRIVVEKAVAFTRWMDYAGPTSLSFGLFFYHDVLDDILFRMLASAFSIDNVAKIRAYKPAP
MSCRFKRYVHRITPAWFTSLTRLTFRWDDLYTCVLDGDHDVVGYYQPSRNDLIP*                         
>Ccin_CC1G_05567                                                                
MATWSDIPFDIMENVLAILSLSGVSVAQKDQHRQLQDLINVSAVCRTWRAHTINAKSAWANVAGAHKVSPTISSAILTRS
GDYPLVISSVIPANFGISSLTGHHWDAIRANFHRVRGFVAEFEGKPDIPPLLATLSLPAPSLVGLFLTSKTYARIDVPAL
LANSAPALRFVCIRNLDVVNTVAPALQNVVGIHYDIPQIDDEDLQGETCIGLLRNTPLAENIQIGQFRFPSRYYDDDVGC
YAPYEAVPPIPLPRARQVHITGDLLGVTAALTRLDLPQSCKYHFDFIVDENPRTGHVTNAGYETFSRLDRIWAGKRYPVL
QVFLCQGYIYLQTWANPGNFGNLLKMEMSRFEFPDMPFIEPNGLYEFFVFLAYLARQPNFQEMAARVRQLDVNIQLNLED
IDIFFQEACGYLQEFFAVFSGVVHIRAVGNALPFLTDYRHLMRTSVPGAYQPPFPILQRLDVINVDPKLVPAARQGLQEL
LVLRQSVIPNCPPLQIC*                                                              
>Ccin_CC1G_05613                                                                
MLTPDFPTELRTSSYSPPESQLMTSSTTSATLVDASFYQPQSTTGVLSAEVLCHIFTFNAERSTCSLLATLATSHVCRWW
RALAVSYPELWRPFALLGWVEGKDGQPGGYDAFSWEILSRCRGATIDAGWRRKESLELRTTPTKGSSAIHQWTKSKLNLL
HSPNELEGELCNLNLMRSYFLPMFGGYNQWATVSTFFGIRSMAAQMEDLEVVAWADCQRGLWILPGDMFEQGPALADSDS
EDEGKDREEEEDMVGEPRLQRLSLKHCWIDLSSPTIRLDGLRVLEITSTVYLDITPTKPGSRWSDYWAILVRCPALEELK
LEFARLAEEDEESELRSSSPPKAQLPNLRSLQLKSRLKEVHLVFKTLSIPATCHRRIEIEDGLLGTCDFLDPSAQWGMLS
NRLSPVFPHPAMGHRFTGARLFS*                                                        
>Ccin_CC1G_05631                                                                
MMPQSDRLTKYLPPELILDIFSRVLQPEQRAKWTSYSPPKTTLTPFFLGKICRAWRYLTWASPDLWSNLTLSLHPDHYPT
QVALLRQWLHRCGNQPLVITLCGLGGEEDQYWEAHPPREIFRQLASVATRWKHVDIFLPYPCYTDLSLVRNRLSQLQSLI
IRPPDGVDVMFNHKLDFFQNAPSLTNLSIFGLYYSGCTMLPWNQLSTLSGQDFCVDDCYTMLRNAPNLVQCRFNSVHQPS
DFAYPSRTPIRLPRLQTLELSSIGNMVATAFLYSLEVPVLKSLKLSLGFSFDDRESFSLSSLTSLIGRSGCSTALQRLSV
TNIRLIEQELIDCIACTPFLTHLRLHVEYPKTFPGMFISDTFLAALCPPSMREPGVAAILPFDRPLLLKLKALEYSGPVN
ITGRALQIMLEFRWPPGQQHPPRQHSPRSSFSGDQSNIKDSPTNARPASTVDRLRHVLIESTIPVYLAQEVQASLRALVS
KGMDLILTNGYTSWIHDNWLPIHDSVESPQMGSDRDHGHWDPGRLSSTSTSSSLSASTSNQSLTMTALPKILLTRRSEIP
GLPPPRKPLMNPPTKPSPL*                                                            



>Ccin_CC1G_05731                                                                
MQFNLCTRRASLALETQHCTPAPDPLPPILCLPQEILEEILASLDLHHDLLSLALTCRFMTAQIIPRHTDYRILSVRTLN
PTVFAHLSRRADLARNIREVHIRERQNYTTADRIPKALVDSNVDCDPRLNGTYDERVKVANVVNALRHMWDLRAFTWSCN
FGDAPSSNTPSGHQQNAQVNARQARPRPTSEPLYENAILAEVVRKPSLREFGISGTFGSHVSGLPLDNTFTYPVWHLSNL
KRLCLSGDAWLKTSNALPLCIMLSRSPNLEYLEIPLEFKQIHALRFPQLKHVKLLLYSGATTSVDNSSARFLENNPTIEK
LSWFPIGVPVLKPGILPNLKHLKANMQVIKALAREAEAVATSPSPSTSKTSSESLMPGSSSSSKRLSKIPEETEPEDDHD
EAEPPASSSANSSSSVPVEPRSFALPPVSPLDQPSAPPCTPTDPIYPPSSAPYLRLIESLDISGLSGSELLSLPFFERNS
LKRLALHRFNDVETVFAISEAFPNLRWLSLPVRYFPTSRPSGTTSTSQTLSLDTLLSLLPQFRNLEIFRGQALWNAVGGG
KTGESEKAKMHEVLGELVVACPNLQEVDHCDFYEKRWAYKRVVVERKRVLVPKGLNDPSDLASHLAHGGDAGAEELEEIE
VIGYDVKRPFSRACFDVLDGAFH*                                                        
>Ccin_CC1G_05777                                                                
MAIAITHATNQQALTHIHSLPPEILAYIFLLCLTDASHLPTPYRTPLLLCQVCRYWRYLSERIPFLWMNLEVAVTPSRKP
HSPISNSQPSISFPGHVHVAPPTCQPFRSSAHLIPLSRAHWITRTWLANAYPLPLSSLKLKVSRFASGFRTDWESSEAYD
GFCQRVLEVVLGLDGGWVSGGKITEDHAMGFVLDEGYGSRGPGIERLELEVDYLTDIPGCVSARQVKWIHTRPLTTLVLR
ASYQSYLDDPRHSSQFAAMHHSISPFSSACAPQLQDVTLDVPWPELVSFNDNPYHIPFDPLFHANLSPLFNWEKLTSLSI
LQPIPVHIWRLLLSRSLSLETGRFEVFPMDSPTVGWLVDDVADPTPGEAVLPTYLHTLHLVLNEKGVVRDQHADNDATAP
LLFHTTVRNTQFLSSRNLTLASHSKQGFDFPVIPLHHPSSASWTLLDSFKCYESVRSRFYAARKRDFI*           
>Ccin_CC1G_05832                                                                
MARPPISGIFREKLVLGAKLEVLRSQESDYERLIKQLTDLKATVTHERRNLEERVKELDALGLPINWLPNELIGQILAIA
VELEVSERPESSPKPLVVPVLLSQVCRRWRDVARSTPQIWSNLHFRLYSLRDVRRNQNFVSRSGTVPLKVRIWNTGDANS
QSLLGLGPASERGVAVNVIDILKPLCNRIQRLEVGTRSPEGIVPVIKFLNDPAWPLPLLEFASLSIISARPPLFTSASRA
LLRNNELQTNAVAPALCNLKHLKFEEVPITTLPSYYIANLSSLELVFGPRKTGPTSSHSLSRYYLKLSSVLRILSQAQRL
EELTLSNTVPIFDVVSPDGTEVSGPSGLEVVRMLPVKLEHLKTINWNYPTAGDVYRVMRFLQCPAVERLDLFLDGKHARQ
DPLLWRGYVEAANGSTALPMAAIQFPSLRDLTFQCPDDDYSSSALRKFAFPVLEKFELINVDRAPKSTKEDTISKPWPSL
PRIESIFRDPRLFHLTHLTLSYFQFTIDHRRAEAVLGYMPVLTSLSLDSCLGVENLIRVLEDKAIIPLAFHSPSPSANAR
TRRGVKVCPRLESLSFWGCDDLDLPVLLSVVCARKGDDNGAALGPEGHSPSAATPNGVGTSVTGAATTAPGGGKSSEQKV
MGQAAQILGRKIRPLRKSARQAVVNGGGALGGGEGGNAPSVNIVSGVLAAQEALNPSPISYIRIHDCRLISEEAALSLKE
EHGVTDVIWTALSDDESVDDSDWDGDEAADDNASTSSDSSDASDHEPLSSS*                            
>Ccin_CC1G_05849                                                                
MPTQLPESILHSSFVPNDDEAVAVRDYIQHSKASLSNLDTEIERLRASLQALEFRRLTLQEDIAQHEASLSPLRRLPPEI
LSEIFLYAQGDATVSWPRVDTTGASDIPWKFGRVCSYWRTVFMSLPKLWSRINIDLSTVRLASLEANHPVQARAHEFLQA
CLHRSGTEPLWISLRYQPGGVGGPGRAQDDRTAELASSLLAVLVGDAERWQDVALDLDNLFSYRSILAATRDRLPILHAL
SLSSSGNLAPAPRPWQAIESFLNAPRLTRLTLNNIAHPTHHLRMPWGQLKYLRSKGSTFLEGEFSRILKECVLLEEFTTE
DERVLEVAATTATVHPHIPTGTSPPNGQLATVSSAVYLPHLHTLCLVNKSSYISRIFQLITAPSLTTLSIRARTLFNPEQ
TINMLRRSKASLQLRKLVMQSSKDPEVVWEENYGIVGLLVEVKGVRECVLRVSRSADEIIPRLTVKRGMGGAASLRSSSG
GSGFGFAGALGTGYANGVTRPGNGTAMGAPGMVLLPNLQKFSLHDSFCVSTADVKAMLESRISNTAVALVDDPEEDCGEV
GGVARLKEVRLELSRPAPPKYGELEELKKLALEKGVEMSISV*                                     
>Ccin_CC1G_05977                                                                
MTLTSSELELIEREIVHLENRLHLLKARRRSLLRTAKPIPRQPTSTPIDHLPDDILREIFELCLPDQRQPTLDNLEAPLL
FTRVCRRWRFTACNTSRLWAQLYIVPPVIQAKTSRALPSGEQSHTKIRFQRIAKSFVKAVEDWTSRIGGRPLCFTLSQKD
HQFQEEDDLVQSLIQVLLQSSRSWKRVEISIPLRSAEALIKRPSSHFPMLDSLVLCCTSRSRLDPLGKPFSLFAPPAPQN
QQQLMCWKNAPIIHSPNLRSLRLVRVDEPVLEVATNWSALRSLVIEQQGNLGGLMSSEQSITIDVPTAIVLLRRCEQLEH
LRLSLTPGARPASSDNESLSSPLCLPQLKSLTFHEDRCPSRSFFELLEAPALRSLEFHTLRRPNPTGEPYSVTPFIRKYG
NQLEEFTFDTRFISKDVFTLFEHLAGLKHLSLCPSDFVSITYAGEEQSHYTFTDDDLLSFASSTARLCPRLESFECSTLS
KLSHTAILRFIETRQPLGLRNVAATCITTREDRASLTNLLKEFTRQGMQLDIAWEYKAKFVPSWQEEKGQHAGRRWTECF
*                                                                               
>Ccin_CC1G_05991                                                                
MTIRDSRNEKSPLPFSILPLKWQIAREDAHGGHRATQAAMATLPAFSGVNRLPEEILGKVFKELFPEEATEYHRMELTSL
MAVCHDWRSIILSTPQLWNNLSVSLDLCWVDGQVNPCIDPQFATRIRNWFNRAQALPLTLSLTRESMDTFPSDALSTLNG
ILALLLEDRHWTSFRLRLKNARDTLIQEALKSFFARLKDTRHRPWKSLRCLELPLSYTWMSSPSLWPVLNEPLQTHTPLL
RCMEIHLSLPQSLQTAPTISHESLKHLRLTIPSPSVLSILTGFPKLTSLEVRLTSTRLCHFSGSSSVLRVKHPGITNLTV
LDATLTSFNCLTLPNLNHLRIGSHDLFTSSLTKVEHGSALDAFLRRSECQLQSLRFDKTITLPPDQLRILLERLSRMPTL
EELAFSSEDAFPDQLAYGVSNLNASQVPGPYRPLVLPALRKLTLHRQSANFNLSAFISYLEDRQCLFHSMDPKERRKPHL
PPLTVELSRPFCAFEMNCWCRTRDREKFAKLKELGVQIVVGGDLWI*                                 
>Ccin_CC1G_05996                                                                
MSLTGLPLELQVQIFAYLDPEGIVAFRQTCRHFHTLERSFHLSIWQQCVEILCSGSPLFLPTFQFPTLSSKALESMARRA
SLMEPILEAKQRDPGAEPLAFKTLDLESRENSAAGFNGVFLLPGGRFILALGDKDLQVWDLAPYHERFAMPIIVKSFSIP
ASLSSRAFTAMGSKDRVFILLEDNFDELEADSGRFEAYGVNANEEFDINTAYELRIAGDEPTFVKLGEVAFVREYAAGSK
DLFTFAENMAIMYIDDALLVWDFVNGTYAAWLVHGASPFRPVLEIFSSNGHVYVLRGIEFLVYPIPPLTPLGDRPRALRK
SALLASPVPHPQRIRLPELHDFGQYSIFFDDVGTWGLDSARKGPYAVRDYHENWLETIWYNLPDPPASSAATVSVAASEK
HTYPPNMFGIGEVVRPYRGRLVTASLWEDLELDDDTRGHVDVKAYASISSRYDGSSTAQSAQETEGKPLITLAPVHSNAT
VCDFDPFSGILVVAGPRALGCPIRIYDFIRPLLPTTSP*                                         



>Ccin_CC1G_06000                                                                
MSTGSSFLSLPPELHIKILNYSDSEDIVATRQTCKHLYDVEKTFHEQIWKACLTQINLRVPLFLPTFQAPVSSQCLESIA
RRTTRSLEPVFNMQHNHSLSPHDLQPVPSFERRILHNHLANVHPLALYLTPGGRFLLVLTILWLQVWDLAPFLESHEPPI
FIKKFPVPPSSKSTLMTAGGGDTKAIQIVLKLQRIKYPTNPPTIELRERFQHPLDQHDQWLSIFVAYELSFSGTEPQLTK
LGDLGFIRDEGSRPDRDHLKILTESRALFFVDGVMVVWDFRNHAYCAWKVSEGEYDPLDITVSALIIYLFLPSVLITLTQ
IFASQGNAFYRHQDKLVAFEIPPLNPIQEPSRRPEILQLSSVPPSPCPSHLIRLPIKHQTPDSDLSLRAFDWMPHWGFKE
SNDIVFLIHEQDRTIHITTWYGLQDTRNPRNSILKPLGRERVDYPGEYICMKTVAREAYGSREVLASLYLHPALGEAHST
DSSIFACLSSRHDITQEAHSPLQTRQSYPVRLLAIPPEASFFDFDPLSGILVAAAFNSFRIFDIARPSLPC*        
>Ccin_CC1G_06025                                                                
MFAVTERESKFVTKIPYDILEVIMINMNPAHLLKLAATCWHFRQAVALWLRNNTVRLITERGISNTSRLLHAVDRFKCII
AGPDMLGIWFPGLESKTGLHIFVPSSYRAQKEIQVILQDHGFTKDEIQQRLMDDNPYQAKAIYPEFGATVFGVEHWKNTG
GLTCYLIMSKFADPLASLAELPNTMFMLGTDGKDAIMMYPRYTLRLEGVSNYDYFGHEVIDECTHYANHGFITWDHDTFS
PVTPHSSCGYNIDCLFAIRNSHDHQILRTRLRPADKIEKAMKPTRWPRPLTLWRLRCHDICGNHPFPYDLNANKALYQCN
SKIITD*                                                                         
>Ccin_CC1G_06092                                                                
METFTSFWSKPPTWASLASRMLPVFDGYSALKTSAPDPHNVVDDQNHEGAEIGTPGVQVAGMYIPHEILNLIFHYVRLQP
ILDSHSQVLAPEVVLSHVCYSWRMACLDSSDLWTTFHARHPSRSSLARLQAYLTRSGARLIDIAFDFGSSPEPGISSECF
ISEIVPHRIRWRRLLISLPNHSEHLASLQSYLTPSHSPNLLSLTILPRRTNTDTLYEHPDDLNIHTPTNSLDDEFPRKAP
FYLCMNGHSAATCFPLLRHVTDLRLNVTWDGPIDGNGPVQQMHWLSWKTFLQVLTLPSLVSLSIEGQPYTLPRSAQGTVE
KISMPHLKLLRYTASVDSSTFEDLILPNLDAPGLETLTLERMDPPNDPTYWISKSMQPFPSLRTLHLVDFMDYDRSFANS
LAFLTSNVGHLVLTGGNPVLGLLSKVATDKLWGGLEKLTLCCPGRRPDTYMGEEIHAVLALTL*                
>Ccin_CC1G_06126                                                                
MAQLTQSLDSYQHLPVVNRVPSELLGHIFWICSRWKYDPVLTNRLSWTQVCHRWRSVALNFPLLWNDIDLSHRQVNLTRQ
FLDLSRNTTIAINNRSSSNRISFPVHEVVSRGQTISHIDLQLNYVAVLELFSTLTSTSITHLSLKSPNFRDPSVPQCLQI
TLPNLRFLSLDRIPIAWHTASLNNLNHLSIKGLPKSRMASPSQLHRILLHSPHIEYVYIIGNQFPDTDETSTEVGGCGGD
YDTANPPQFALRNLKEFSLAAPTRVISFITRCLAIPRAVELSFFVSGTSSDSVSSFSELEGPSWLEEDDSPGGPDWSHMT
LRLDEGSFSLFPQSTRWDPEVVGWSPIYPQYQTTVTFPRLASKTKKQIPFLSMIDSVHSFVDPFLIRDLEVDLGAFEGTQ
ESELYAYISRFQSLESISIVPTHYTPPVQCANSEALSILLDIISEAKATPSLMKLVIGKPSCPWYDCKNDLPALSLALRR
RALMIGAKLPELLVYSCFGLEGTDSSHSLDDIRENVSVVIIN*                                     
>Ccin_CC1G_06128                                                                
MDLGPPGFTGLPEELIIAVMQYLELQDVLYLRECCRMLCNLSKERSVWVALLNRYYETSFHQPFLLSKPLANCTALDINK
RIMRRWTGLDKQESPSSRPDVFTVGTPLHGRCTHMLFLPFGHFFVFHDEDGAARGLASKSYVHPPAPHTFPVPSQIYRAS
IEDRLFPRAFNMAVIHQHYD*                                                           
>Ccin_CC1G_06203                                                                
MPDLPYELWLHVLRYVPKDRHFNLRRVNRTIYNIILDERYREGRIHYLAERKTQKLLKALQFSHQIVVDRVRSLYLRPHS
LPIDDPQAHLLLQSLKEFTNLTSLDLYCCHSDEYTKFIEKSIYIVPALKVYSSRLQSLQLQIPLEAYKGLQLSTIHFSNL
RELHIHVFTPIRAEGKTVSASEAGILCDFVNLQKDTIEELKLSNLSSLDEDADESLSLLTIIFENPAHLPRLSTFELSAF
LTGDSSAKCLRAVERFLVQYKTQLQKISLSLEPFSVTKGFKSSDWDLVPRILSIPFSTLTTLHLDLLGGPKISALSSCVS
QHALHDFSLKGKFLNFSEAEKLVEALQGDALKSLSILPQRCGPDLLLLLMAKLPNLHTLYLGFDLWTQGGRDDDPSVGSG
PHQTGSRSTPYSKLFCLAILECGHLFTNWKLRHLRYDVFGHSDWNGRWCKSALAIVLSGVETINGEDRQSLIEDPEYLKS
RLLPLDSQVN*                                                                     
>Ccin_CC1G_06206                                                                
MPSVSSQLPDEIIKEILTPALHVPDASFASSAWVSPFAEYQLTSSTVLAVCKSWLRVATPLLYETVILRSKAQAQALAAT
LKKNPQLGLFVKKIRLEGGYGNSVYDILKRCSDVVDLWITTSLHATESVGGYARGFQLINPRRLILKDVSYPRLAIIRQL
HGILLDVMRTKWKKLDIFHWSGGHGFEDSFLKAVASSKVPTVCFEEDILRYSASILPQLSKIPTLESITIHTKREKPEFD
SPPPVDDFPFYFFDEHRELNSVLKSDRDLYNKVTFVDPDPTPRLSASQGVRTSAKKDVAFSAPLNPDFRPLSRASDADRK
RIWTEIIRHAVDMAETSGITGWTLGIKRQYAKLEELHGLQKLRARMTLALTLQFLYAAPIVKSAEQLEILINSRHRGLIR
FLNLYGGMLQRNGGSGGLLNELLVRSCAGLVTVSSLQSPFVDAGDDVDAFFRTFQSYAPSHSHRSTLALNASTLRSLASR
SSKTLNHLHAHVNMSNYDKVADILQTYAAFENLVSLEINHASDSSYGRTAESTPPVPLLPRLAFQRLECLAVGNPDSNLP
ATFLQALTQIELPSLRRFDTLDNKMSPNIVSFLNTHGKKLTEIYISPFTTLFITCPNVIVWTLPRPATSRQIPDFQCLQS
SPHQSPALTTIMFYHSEPRVIGAIAEIDLSPFKELRKVQAAGPLVWPKTQREIEGSSWVIAAEALTERWPNVKVFNHSGT
PWTPRLKVVKRKK*                                                                  
>Ccin_CC1G_06220                                                                
MTPTPHLPDEILLKILVPVLEVPDELFCSTDLISPFSKYELSSAGIAAVCKDWYRVATPLLYHTVVLRSKAQAHALYETV
KKDKHNRLVPLIKRIRLEEWYGLYAGKVLERCGKLLEDLWITTSLWSNENIAGYQNGFAAINPRRVILVQQVQRQRRKPK
IEELARALITGSLSVWTNLRVLHMVNQEPWAFSMWRLLPDMSNSNVEVVQIGGNEWCRAERELPRYYPTLSTMPRLRQIR
VITDFPDVPGDHPIWVTEEGKRLVNDQGFREKLFFQEPKPCPLEEPPVDPFLVRLNQHLKNPVIQSMGAVLLPICFQELN
LSTHEVVCHIFKPTYLVPHPTLPDNSPNVTTLSLDLQRLNVEDHKAEVFCSWLGAFLSNLKKSPKPTNLWNIRQVVTPRT
RSYKRALTPLTCYIRWPRKPYTIHSHAAEVWEDRPRIGGYAYNLIIRNAWSTLAHLHLSVLATMETSKAMFSDFVESLGA
LGNLKSLILDMSPVKGGGSLRLNRQIRDRVAPWLPRLEQLAFVDWPSLTAVSLFQLFSNMDLPSLRRVDFPNPSADFPGG
VMREFLVYHGHKLTVIQVEPSIEYLLEFCPNARTWIIPPTTNGTIAFDSDLCLKSLTTNSSEVQDEDRPEIDQDPMIFRL
EMIRFPTLNVVQVSLL*                                                               



>Ccin_CC1G_06326                                                                
MPHLTLAVMVRDRFACQHRNRGPQGSLPPLNRKGQLAHKTCPINQLPTEILEYIFVTTTTPTAAFLADHFQTRFSILRVC
KLWNAVALSCPALWAVYYPNAAQLPHSKEILSRSVNHPLSLKLFSLDQKECPGFEETYRLFTDLAPRWHDLDIYLYDCMS
LDFTAALPKTAPDFTTLKLDMTECLETAVAEVCAGIARHCSSLRHLEFRSAGIYFKAFVQLPWSQLASLSLVTSISEDEA
GLILSVCTNASEVSLSVVKPSRGSSAIQENMVAVHPNLLHLRIGFLHLDPADFLSHFTTPALRTLDIQCSKSTLSNLSRF
KSFLLRSKCQLESFGLGDNGYMRDPSLAASIVLLEPLQTATVLNLKLQRIRFRAVVEAVQKLRIGHPILRFLRSPGPGAG
GVYVDRRLDKTRAMYY*                                                               
>Ccin_CC1G_06518                                                                
MHDVFRTLRRLPSFLVKPFQRRYTRIKFLDLPDDIIYEISGHLSVRSLCNLSLTCHHLYFSLLFPHLRRLGLDDPFTQIH
LDGQNTTDALPALRLLLFPSPIKTLSWKAGNDPRGLVREAEQLRRLVARIPSVEFLELDFSNNWPVSESRYGHSENSYWA
WIRVCTNLLHVVAQKCHFVVITNHYQVLAPWLTFIGGKPYNLDDGLLSRICAEWKADLETKKVRLIRSPSKISLSSPPHA
HSNETFSPPFPPSQSAPTTPGYTTARLIINDPGLFQRSLFGEWALKWVNMMPLTHLVIHQGRMRLPLLRQLRLPDLVHLT
ISRGQTEGDSHLPQENAGDGVGSRALDNDYGPVTRGKYSARTS*                                    
>Ccin_CC1G_06616                                                                
MNTEQNNIDNDDNLFVFEPCEGPYGLSAPSSCGAASSLNNAAAMPSHDAPFTSGEQAERSNSPNYSDKGKGVSMPMPIRT
STIIHDLFDVSLSNTSPSQAPSSFSPSDFSSFSPSSFAFSFPSSSSSSYKTSLASPISDLFGEGRSFDNDGETRSGKGKG
REMPPVLPPLTFCPTEMGEGNPPWVTFEDPNPSSSFNSPVGSSIAAESSSVRPSPPIVNFNVADGIASSASSSEDLFHAP
LRCNMNAASDFIVEQARPSHPHRPQSYLARKLAFGRNSTPTPSRPTSPPSGVGVAPPESRGDDTIVLGGNGRGLWYTAPK
VDESPTIVSRPPPPIPPLPLVVTPSRPTSPRLLKHKGRSQSEPLPFSVLDYVPISCTDLFEPLPLFIKNYFGDILPREIH
LHILRSFVEIYIDDHRRAVESGRWSVYRASASRNQWVGRDKGVRELVKLSRVSKSWRTAVYDGQLWIDLDLHGLPRLPQH
VTQRIAQTGGPFIQRLNLAGHAHIEPEHLIDITDSLCLTVPYDSSAYTQLTSINLQGCTNLTTQSLHRLLIRSRNLETLI
LKGLGCVTNTTCEILAAYCPRLTSLNLSRCPNMDASGIGFMAKSALARQQHLQLKELRLSGLKYTTESMMQALGCATPLL
EVLDLSYARQLRNAALEAFVACDDDDDEMESDTVVVSARDLGRDTGSDTGPGRYRRRITRLRHLNLSFCPLLTDTACANL
SHSIPRLEFLELAGIGSDMREAGLIRLLERTPFIKRLDLEDASDLTDTFLAAITPVPDKPTSTSTSPTSTPTEDDPQPGY
VLQQLIVSYASQLSDDALLNLIRNCPQLTVLEVDNTRIGSAVFREFVRLSKERQLKNAKIAAVDCRGIGESVVKELTGST
RPRRGWRAYAARKLCYLDGRDGNEEDLKIGQDECDEGRVVVKTFYSWQTVDAVKANREKRRKANSRRAVSTSSGREDEDG
GGGSGGRTRWWSPGGRRSGRTSPPVMTDIPNEGCRTM*                                          
>Ccin_CC1G_06895                                                                
MTLGIDELPDDVLLKLLGHCELDDVLAFCATCKGLRALLDQPTVWIYALRRTRQSIPLACPFHADLSAYSLPELKRIAHQ
TLRRMRNWRLPKPKLYGTPRKARLEAPKQDIIFQVPGTALYLLHSRTTGIVTCWDAGQEKTVCPSISVAEVILDVTPGRD
EPGCFTMGLLTRQSHFGHDEYLIIVSLHHQSDGHVSLSVDFKEAVYPFGWHSFATFWTQEIIGVLVQSGNGNDGLHILVY
EIKSKRRKLIATDIPGTNATIHQSGTTTVKDDLFIIEEDGQSNVYRVPGSILSFNSTDHEPSVLPAPGHETSDSTQSTYK
IQLLKDRRTFEWDCGEGDPFPLGALSSACHYGVPALSIQAVVNQIRTRSLRDEESMDEDDEEEDTVSLRESIYVKFWTVE
VDEGWSEGKVSTRPKAQHLKPRHALGIQGELVVPTDATWQLLILAHSGRGAIMLIDVGDKAVLQLATFHEDGCTTHQLEV
PDDLDLWCTYGLTIDDHRGVVAILDNHSCLYELPYA*                                           
>Ccin_CC1G_06904                                                                
MDASLAFQDKATRSERETFEAIDELQAWLEALDMRGNCARKTLDDLLRLRHQRAALRRLSEPSTRNFALFRHARLLWRQY
TLVAPKRTPKSEDLLDAQIIHTKAHLHQLRSHRQELTSQLARLKASVSAVGRIPPELWSVIFQYAMPEDQVYIRPSVRNG
PLLFCQVCSYWRGIAISTSHLWNSLSITRKEGSASLAKLWLQRSGSLPLSIEISVSPHMEPAQYYRTLATLLSFSERWYR
LRLNLTEHLVRSVLSTPMPTLEILEFGSNHAISSLHLAPQFAPKLRSVSLLTVPLDPTPLNLPWNQIVHFSSRCWADMQS
HLDVLKRCPDLEKCRIHLLHAQCPSMDSTAPLVLQNLKSMEIVAFTGSAMGPFLDRLTLPSLTELSLVVPDESPACGVSE
WPRSVTSALAERSSCKTVQVYLQGIASQKASHHDTTEVLLEVVEIDT*                                
>Ccin_CC1G_06952                                                                
MVSAENLNFDVLDLIFSYLSGQDLASIALVSRTFLAGVLPSLYRNVWFRLREGKAYAAGQVISPFAVILKHPNLGAYVRS
IDIESVPYSISNHITRQPHPTFMRECAKAMAQCRNLMTFKCSLPNVVPSFLTSLQSKQRLTTLRIYASLTTEQTRLLSKI
QGVENLVLEFASWNVIDALPRWVENGLSKSLRSLAFYMTNELNTETLERILEQVPELEGLHVMSCARVDHAATLKLLKYT
PELEHLSMSVTENIGALPLLPPTLSNLRSLCIDAKYSRANSPVPGILQTILDYFKGSACQLSSFSLKMPDRKIGVGHPFV
KNLLEMFGSSLKRMAFIDCHLEFESLRLMSKKCVQLERLTVVVPPKDIYSFTDALKPSKSLKTLINLDNNHHVHGVRPPI
NQENVEHMFECITSLHTVVSDKRVWVRKELGHGYVHAKIERRLPPGPRSLWFLPSSSKI*                    
>Ccin_CC1G_06956                                                                
MSSPLLSLPNELVIAILSNLPIIDLFRCEQVCKTLHSLIKSSTELQYLIALEQAGYEDVPSSAVGIPTKLEKLKAAYESW
HNLKARFVTEVEVTHRPSGIYDLCGGIYLLGEETRHTLYHLTLPQHEDDKPEWKGITVTESIIDMGLSVDEHDLIAIITT
TPIPITEPEEQQLHEIGLHLLQFSTGQPHPDVKVHRLVVHRSKLDRPAIGMEIVGDNLILILSHWRGGPHRPEDRLFVFE
WKTGKLKMSLVAPNRSYSGPIFLAEHYFLLPNSKKGLLEVWDIPRGTSEPSPSSPRCNLLLPTLAPGRIFTSISCRGEPN
PMGDTSLPGSKFRHRPYQANTDSAIMIFNVNVEPSLNRFGIHLGHTYSFFVHRRSIINVVEGVEKGLYSDASVTNGSLPP
ATLPVGSPPIDIHFPGPSDKPTELPGHESPTVPWAEWGPKCTRWFEVDRLPTRWITTTAGQRAVLMGREPTGGTTFMVFD
FNPWNVKRVAWEDKQRQRRRRERKGKGKAVEAEDEKEDLKGKGVDRGETQVEPPTIETGSVHSPSEDGREENGATSEAAD
DYFYHGSPTESIMALEGDIVLEPDGVEEVEDDEDGWVTEEDEGEGEGEVENDENEPPAQQPQPLPAAGGPLNFTMLDLQH
LHPGFVALLFGENGAAIQAQLAALQAPIMNNDGLGHLGELLAPEEAGGSGSSDSSNGNGTRGGSSSHAMPGAWQESDEER
EESVVQAASDDEWDDDDDDDRGRGYGRDQHGRPKNGVVYKQPNQVDKIGRSFESPIISELPFVQYVARNQPSYDGVLMDE
ERILGIVTDEMDVIKRVDVHYFG*                                                        
>Ccin_CC1G_07072                                                                



MQTMLAIDIEPSRPELEVEKERMICVDDEPAEELIVQANIQRLKDTKVRLLREIEETDKLLDIENARYARLRNNKNPALR
LPHEVMSTIFTMVHNDHRYSNSQKAQQKALKFLVSTSQVCVSWREIICHTPLLWNEIVMSFRHGFTGESTLTCLNAHLTR
SGDCYLDMAFNLGGSYIGYPAFLELIGSHSKRWRRVSFLVSYANVIDFSSVLERLEAPNLEHFSINIQQTHCGGPNSPRM
PYQFDPSLIFPHGTPKLTFLRLGGAALGTMRPNWTSMETLHLDGWERTFMTREQFKCLVQTLPNLTNLSLHKLCIRYPRD
PFEKQSDILLPQLRSLRIREPYTSMDMVVPTMVMPKLETLHLQRVEAIGTKLNPSVKHLNLETCGFEDHQVMKLITNFPS
LESLGIDDCPLGSFCNQLCPPDGQTTIDPVPWPQLTSLTIRQLSGSNVHFFVWLLVARKDCKVPVGKVRIDRRSRGALRS
KHRLDWLSNEMEMVVENCDYLDRWPPGLGYDDPHDLED*                                         
>Ccin_CC1G_07133                                                                
MSFKGFSPLPPLHTRAVTREDIFIARPSSSASVSYLREAIASIDAKISLLISQRRELEGKLEQEVRMQSPVLRLPSELLS
SIFIMGVLGMGDEDPVMVPTLMLVCRYWAEVALNTPLLWAKISVSPHDSLEKARRRIERSKSCPLEISINFSHRHEHGPN
ATDQIVSATDLFDAVLWRTKTFTLIVPSRQLAHAALTRCKSDAPILEKLTIQVHYSIQEDRHFTKATLPLFNGCTPRLRS
CSITSFNFGWDLNLMARLKVLKLGGYYNGLAPSANTLLSILRQCPELEEIALRNLSDVDSNPCYSGCGDQEASLVTAQKT
IHLPRLTKASFYYAGIARQIMTCISCPNLEWLELCYLENVSNVIQVLYSQALTKLPLRYLRIEMCLFNEIKFIEFLRRAQ
SLITLELVDLEDVTCNFLRGLSTSSPWVCPRLESVSFDGCTYIDWDALRGFVESRLPPNPPTFKRYHATTSSIVSSASEA
AAALAKSRIAPRAIAHPAAQPKRIRAIDVTRCPQISKEMVQWLRMYVAEVKCESAKGEAQWGVVTT*             
>Ccin_CC1G_07137                                                                
MSWKQTFLKGMRCLREGDVDGSLPWFTKALEANPENPCIVYDARSSALEKLGRYKEALKDVRKTIELAPEQWQGYNRAAR
LFYHLKKYSHATKMIDAALDRYTPISSSKRTEMEALKAKIAAAHTKYLRQTRNHSAILPIELFSEVVYILLDEDSTSVLR
LSHVCQHWQSVMASNPLFWRTLVLGKSRPHIKAKHWVARSQGRIRDLRIKAEALDKGWSGQGLEGIDWSYLQTCSIAKWD
FCRFVKSTTLSSLSSYEFISEDRLPVDTPMRLFDTAWPLQQIALQGTPLPPYFNDLPGESISSLALRNTTGTMPLALEKY
GSLRTLVLENEQRIISEYPPNLNQLQHLEIHRVNEHSEKLLGIAMPELHILHIRNSPRVLDQYFNILAGGSPSHLTQLVL
SGIPIRDERPLVGLVASMERLEKLELSKLSIGVNAVVNHLARAGHGEGSDGAPPCAHLIELNLSHCSDLRTSPLVRLVAS
RNVPSDHGLRCAKIQSLNVDGCEGVEAGKLPWFRTHVPTFSCIYRTKNVVRYRR*                         
>Ccin_CC1G_07175                                                                
MKVHQFSHRPASINTLPVELLTRIFVLGAGYDYLYEDSPFLLKPNQDIYPPPSSFQTLASHVCHRWRQIAIRTPSLWKTI
HLREPVHIPRAKAYLERCSASSNYLLDILVDTVAQEEHIPGVTLCREEINAIFELIIPHVAHWRSFHLKVRDNECKLSAR
HYLGSCGPAPRLETLQLYHFEDYRTAQNLYLATYRPPVVVFSNSLPRLRNVSLIGVNLPWTRSPYLVNLEKLELALHPDN
IRPSYECWDHILRNSPNLQSLNLHYSGPRVDTGEDKLAWHETSNKIILEHLTDLGLTDLDPDYLCDLMERLHLPNVKKIT
WDLCDQDYTTFIDLVTRKTEVTVMATPPATPPIGSDSRSKMSVSSLLSDTVLDRQVVSPSPTTMSIYTGPLPNISKLETV
VISALDCSLRSWKSLLGALEGLKRLEVDFSRLGPGFWSVLTGESEGGVKTMHTSKPLLVPKLEVIKVSGLPGTEIEREIK
RRAVQSCLRHWIVRWSTAMKGEDSILDALAQNGCWVSEEGYTKVAEADQRVYVIVETFAEGDEEDDDDEGEDLEEDVETP
ADSGSDEAGSDSDLPSTPSPSSVQTHIIVPNSI*                                              
>Ccin_CC1G_07195                                                                
MSASEVPTAVDSSPLQSIPIEILRQVFVAGYPVIDIRRPESFVGRLSAVCFQWRSAIINTPELWSDIDLSFDSSIEQMHS
SSASNHLPKSVNLLVDLILQRSKRYPLSIRFEPTACFASIASVMARLLAHSKRWIRASFNCQIITTYYGGFPLSQSFNNL
QSLTLEGPGRFTMLCKPPKLRKLTITSFQMVTPSDLNVPWDRLASLTISISDALIHYLPSLWRATTQLDALDITLLALQG
GRRPASASFSGAHQVDLPALSTFKLVSTLDQSANILLQTIKARNLNILSLCNAPGPPSVSRRRSHNLRSEDLKCVSNFLG
RSDCQLQQFQIFGFDKTTSYSILALEGIKTVNRIHLSGIWGSEELLRDLSRYSLEANIVDMLPNLEHITLSHMDWVEMDS
LVETVVKFLCSRLYVSNPYPDKDSKTCGYRYLKQATISDTWMVRRIVSRLQEELPPWSFSWDFHAFDWGKPVLSYQYRMS
LVAEVETPKA*                                                                     
>Ccin_CC1G_07292                                                                
MGRKTPNLPVEILSEILEYLPESNLLDVTTVSRTFHGICTRKLYKEVYLKGFKRFKLCVETLAFNQTAASYVKSLAALVS
GAEVTPMFTRSLRAALQNVALSVTHLGFTCTDNSLKIGHLLRRISFPKLSVFRINEPLDKELAVFLQNNDRIETLSVGYR
VELPVKGRGRAKDYHRDMRIGMPRLRHFRGPSQALSIFLPNSSVDEVEIIGDTTAQWMEALSMTAVPLQVLSMKCSLVME
EAVLNHIRTNLTHLTELKMHCYQWDSQSPFVTKLAAVVPNLPKLRSLLIFNEWTSRQPTYLTLEEDYRCIQNLTANQERL
TMIETPARFDQDPVKVQWARLKKSGQWIPLCSQKDAVRWLYARTGLHLSLQNRIFRVFAIGPAAILNVIDRTVPPEPTAE
RKDAAITEIGRAAAKFFNRVYKVDGEGEDKDEDERLRVPIRSGNNRVHRPYVDRIGDVLPGTESMTEIWDGYCTLLGMAA
MHPVEYTTMRALADIDDVLGDDHIPVLDETQRETLDFIMTLLWCAMCSMELEIWHFLRNPEQEWTGTCMFHTLDSVTTV*
>Ccin_CC1G_07296                                                                
MERIRVAPPLPPEILSEILNYFPDWEPNDIVRLATVSRAFYGACTRRLYREIYLYGEKQFRGCIETLAFNLTASSCVRTI
DIIICENIHLDNAFKRTLRAAMQNIAPSVTALCFKLSFESQVDPLLRRVSFPRLSKFSTRSGLTKDVARFLNQHSTIEEL
MIGPGVDVPKSSSERSRKDICVELPALRRFYGPSEALAILLPKSRVTHVAFKGAVCDGIMDALASSEIPLKKLTFETALS
FPVHTAFTDFSGRFTHLGKLRFYSVKLGEWSFNSPFFASLKSAIRHMPSLNRLDALNAFSFHYPDVPRSALETDYRCLME
LTHVCPSLSFLTSPYGIWWGRLKGSGEWTPLCENIEALKWWWERTSLLLCLQRRAFQVFVKEPSPETASQTEEIDSLNRK
VGDIASRVLNRAYGKDGTGTTLLQVPVRGTRQQLVQPYEEMELEQIPYTPSFVWHHFTTSIGIASLYPIDLGDYDDDTLT
TPFLNDDDIPLLDENQKEMMDFVLDLFWTSMFGGGLALGWYVRDPVGDWGKRMLKLYVQSLSSQFFKRHGLRPRASSQV*
>Ccin_CC1G_07306                                                                
MDRNVPKLPLELLTEILDGLPHRDIITLTRVSRLFNGLTLRFLYKEIVLVGETKFRQCFDTLAFNERIATHVKSLTIMLN
STFETTSVLNRTLRAALQNISASLVKLDLTACPFNLSYLLKRISFPRLSTFHTRVTIDKELVLFLQRNSHIESLSVGERI
EASSARGKTIPKRIEMPSLRRFYGPTDAMPMFIPGSKVDQVFVNDCVTGASAVETVVTALEASTVPVTNLTFVDFTVYHP
SIFEGLGSKLRNLTQLSFRHVFIGDWRPESQLMNGLRTALPHLPSLYRLTFHGFMSHIFGDADWASLNQDHRRLIELASY
RDTLTIVDTIDNVPWGRMKTSGEWVPLCSGPEGLRWWFDKSSLLQPLQHNIFRAAFLGPLAFLNNRTPEQLTRAEREERA



GATLPILRDITAKLLNRAFGMAPSSDEDDGRGGGDNNNDPERLQVPVRGLNQRQMRPYEDTEPSYPDTDARSIWDHFCSM
VGLVSLYPIDPETEVEDFLADDEYPVLDETQKELASLMMDLMWAGVNRGELEIWRYLRNTEDEWKGIKLCLPLGGMAARL
P*                                                                              
>Ccin_CC1G_07495                                                                
MPSAEVRADAFIDRLAPETLALIFEEALPPKHQISILPSTYPCLLTTVSREWRAIAQTTPQLWSTIHIDLPVNVNPNQFR
DGPAISKYENYLVQRGAAVERWLTHAGNSRVSVTFKLTNQGLDNISFYIRNLIFRLMMEVLDRVCSARFTQHSSGKDNRR
GGCGGRGACG*                                                                     
>Ccin_CC1G_07568                                                                
MNKFRAEELALPEEILSLAFSGLSKYDLYTCAQVCRRFNRLAVQQVLDETGLWDPTRYCSLMLDEDGPELDSLAFVLVSA
HIKSFGNLTLTLTAFTCPRELASRLRRVTQFLQSVITSVDNFRLDVKFQGSLRSPSRNHPGALEDALEALFNTVVARSCV
NFEMNDYAGEVIRGFEYEPSGEGPFSTNSILQDELRYIRDSHPPRYSYRSLKYGLTEPAQVQQINVTLGMLRPPFSEWMF
SLLANSSVTTLYISIWDDLELDEEEIKFIMHRCATMGTSIDSLLVGIHCPGIFWPVISCLNHFSKTLKSLRIYASPYEWR
DGERPDDFSLSLPELTSLELMPVGMRALFSPPVHSISLPKLSEITLMSSEDCEECEYLDAKLSGSDTEREREMDVGGRRL
ALVSRYKNVYPSSRLQRLARPKDQTETPSGGATRVKDDWS*                                       
>Ccin_CC1G_07579                                                                
MLFNLPDDIILAILQNLEAPDLLVIQQTCRGLHDLATADFIWRTLKFNVPVDLPVDHRNLPGRQIQQRAVDALRLESNWS
RKESIVKRLTRIPHVGTVRHLQFLGPSFIVVLSQAVGTRPSTNLSILRVPGPDQSQIPTSILSIELPHTNHTEFTASYSN
DTAIIAYVAGDHRVKSLLQVLSIPLHEVDDSNPPVPTVLYSETRPLYGEIFFDPHISGSIVVAGLAKLPDETDNPGTATV
SYQLLIVNHATGANSYSDIPFHQDDFVQLKLYRDILYVIRATYKAISITTHGLPNLEDTGSASDKGIRTLSSYRVDDLSP
GFEWQLSQEPTDRSNPPLPLFIFHDSGPTMRSVISHYSVPVKADSSEVQPLSPNYQIPMATGAAPVSLCPGESGHRLVWL
ERRFDTPDLNTEFVVMKAGFDKAKGATVAPVWPNYVALPFQLQSIQTMYFEECTGKICIALHTEEIYVVEL*        
>Ccin_CC1G_07606                                                                
MSSLAIMELQKPTNSPDILTPPRNVLALPEEILSMILSRLSKKSLYTCVQVCRDFHRLAVRLGLETMGIYVPEQHCNIKL
PDEFYVHRRPDTLDFLLALTPPIKVFKCIEVDLCIGTTHSGLATQLYRIRRLLEKATTVKSAILAFAFPYLVGEDDDADP
GALEGALEALFNLLVSKGCTDFRIDDWSDKIVAGYQDPAIEGKAFSSGWILQDERQYIRSIRLPKYCWRSLKYNPSAPPK
ITHFQVSMELLRPPFSEWSFSLLANSPVTSLVMPIRSYPWDTDEVQFIMHRCATMGPLIDSMFVGFERCQFYQVLPGLNF
FSKTLTKLRLHGVPPRHSQWPDSLTLHLPNLESIELQPLGLRGLLSGPVDKVRLPRLKQITLVHNDNENDGAIPPFDIET
VAQSVLDVQRLDKFQRPKQGCGENKDGEDHDDHSSISLGARLVFCIANADFRALTASLMKGIPPTLASKERSDALKRVTT
LTIEIRRTKHLIQSGAFKHQLIGSLALFPGTETLNVVSLHGSLAVKEDLDEYQFNTLKHHCSSLREAFVY*         
>Ccin_CC1G_07725                                                                
MKTAFPNAFDFRNTMARYNRQAVSMPSLPLELVCNILSYLDCLDLVQCQYVSRVFRKLIVETSLLNYIIELHKNGMVSVV
SKKDTSTYASRLHLLRERERNWRMLGWRRRCTINLPPTGSLYEFVGGVYANGREGENRVTASISFLELPSIGIPTDGKEG
TILASLQSWTHVMPDFNIVDFTMDPVQDLLVLVVVAPPESPHVYDLHIRSLKTNQPHPKAPRSVFPCLPKPGNHPQAIEV
VTAVRVQVCGDLVALLIKEVFDNSGGYLEIWNWHHGPGQSCKMPRTHGIDDFTFLTHDVCLIVRPTGRFEVYDFIDPRIQ
SSEPTMRYAFAFPPLSNGYTYWYISLSSNPTPGYVPTPEEHSNMEGFLKGHQQIHYPNPGERVHACCLYVFNPADPVLQA
VSSFVFFIKIDCLLNPPYTWFTDEPIDEDDPPIPYYNPEAWIKRREADGLPIERLPPPTRPMSFSDLRGFGARAPLSGDP
TLSTIDLPLQNLPPAPTSSPPSTSQPVPPPPSQDLASSSSTTTASGSQFVPLSADILNSIPTFTPPQTQTQTDTESESEA
STEPATPEPFDPMACQPVVWNTWGPPNTRWFEECLSTDWQHAIYGSRAIESVEISRMAHERPFNINEWPPGRSHQFAYAG
GSSIVSEAHEPWEGSEASLSSSSVAASGSGSAPSMATATAPVTNLSTTTTAASDTTGEEEGPKRERRFLRLRDFSTYAQT
RTARKEAKDHPVLQGRGKCRAVWREPKLVKEPSRVYVKGVFKEDIMSALPYVETVTDETYDVTDVMMDDCRLLLLQEDG*
>Ccin_CC1G_07809                                                                
MDTLPSELLEFIFEEFTAVFDDDPKTLASCSLVSRAFCVAAQPLLFREVSLETKSKNTQSLVTALKDSPGRLSLHVRKLE
LRSAPFMPPSDGALLDPAYSGGFCPSNALACVELPNLVQLTVAGPYYCYSTPTRKHWNNFPIVVQTWILDICTRRKSTQL
CSLTLENLHDVPPSILQMGPTLKRLTLVHTTFDINKLREPGGSVRDSEPAVASLCQPKYLEFSQARSDILYFDLKIFSKA
KSIVFDVFSSNPESYPKTNDVLKASENSIRRIAFMLRRGISSTLSPALCDLGLSRNLTYLNLTAENTSRSCVSKIANTLS
TLVPGIPLRGLCLGLFGDCKIGVDRYHGRILFMSVLGDEHADVWKTLDETVSSLARRLSATLSKVHVHFWVNLQLPDGFD
KNAPQSQQMWNENRRKIRELYPPFAQLLPETSKLPGFYGDFDVGDDQMEF*                             
>Ccin_CC1G_07888                                                                
MTEPMAVVPESMTLEMDPNARRAWIDSRIAALEDEIRRWKSSRNELSVISRLPPEVLTRIFEAYKQMCDRYGRTGNTPQP
RQHYIKLYQWTRVTHVSRYWREVALGCPYLWSDIRTVNHNWARTFLERSKQAPISLNATESLSVTNMEDFEDEILAQSHR
LKSIRVYGGASFEKRVQELTNPTPLLQSLMITRGYQNQNAASPILPTEFLSGEAPKLQDLELDGYWLPWDSTVLFRGLTS
LKLTFYPPSHTPPPSPETFFDVLEAMEGLQTLYLDIPLPISPLAKHRTIALARMEKFTLKGFLSGCTNVMTHLALPPSST
LHIFAIQKEEDTAHSNVTMADLSISITNSWLSGHLGSNSTTPASAPSVLKSLELDTNDVLSNSVKGYLVDNDSPHRPGGC
RNVPSLELRVAGDYSGAESADWLPDLLGGLPLNDSRLSRARD*                                     
>Ccin_CC1G_07889                                                                
MASKEPESQSVSDVAEEREQKAQRAARRDFIDSRIAELQEEIRKWRSDRNELSPISRLPPEVLSRVFIHHQQHRTSSHVK
AFDWTKVAHVSRYWRDTALGCPELWSNITTSNSHWAQAMFERSKQAPISLSFWAYWDTKPQLAEMIKSAFSQPHRLKDLK
ITGHNDFVHQRLEELSPSTPILRSLVLECGPGYGQSRIPDNLLGGQAPMLRDLHWTGYQFSWSTISSISSSLTSLKLSNS
IPRTSDNAPSPEAFFGGFQSMKNLRELDLDLNLPIHPLSTFLIIPLPQLESLTIRGSFRECGTVMKHFALPPALSAKFYI
FNSPDDTEGDVMAFGNSISSSWLAGPLSNSSYGSSCRLECISVNSDLYRAIIEANNAPEMMELVDRTRDHPTLYLRLDKN
TFLPELLAALPLNDVLALNLNSSCSSHELMPLSRLPSLHTIYAERYAAEDFVFYAKADPALDMTTPDSTSEPRSGSLTRF
ASVKRLVFESADFEGIDMDVFLDWLMMRYELGGEIESLELNGCVRLYGEDVDRIEEVVVDVDWDGDEIECYSDEEDDEDD



GDYHDGCGMPGCTPSSTAFESKERRELDG*                                                  
>Ccin_CC1G_07890                                                                
MTVPAPMVPESMALAGLSATDDPNARRALIDSRIAALEDEIHRLKSSRNELSEISRLPPEVLTRIFVIYEEMCNPDSVDH
TTWRPVILKPYQWTDVTHVSRYWREAALGCPELWSNIRTSNCNWAMALLERSKQAPISLDAMQARSPKLDALLTDVLAQP
QRLKSLRLSGHSSIEKRLGEMTSPAPLLQSLTMRRDYVSYSSSEILPTTFLGGEAPTLQSLELNGYFLPWDSTLLRGLTS
LKLNFTPSRNLPRPSPEAFFGALEAMESLRTLHLDTLLPASPLENHRTITLRHMEEFRLNGPMADCANIMTHVVLPPSAI
LHFVVSKKPDESVQSMTDLSTSIAASWLSGPLSNSSITTPNVINTVELDFGYNTFSFRGYPRDAERRLSGSCRGTRNQAS
LTLQAARESISHLLAGLPLNNVRTVALTGGIDDSALVFLGRLPCLHTLSVDHDTSEGFFRYIAADPALRPMVIKKAKATT
GTRKPKPQPTQLSYFSALKKLILSGADFRYTFTVDAFLDFLMMRYELGGEIETLELMGSVGLHPGHVKQLREVVVDVEWD
GKTINYYSDEEEDEEDECEYCGRDGCEYCDDDFYDYEPTIEDLLSDGYW*                              
>Ccin_CC1G_07892                                                                
MSEPSPDRTPVPASDNVAEERDQRAAQRDFIDSRIAELEEEIRRLKSDRNELTEIARLPPEILSQVFIHYQQFCTSAPWW
HGEVWRFDWTEVTHVSRFWRSTALGCRTLWSDIDTCLNAPWAVAMFERSKQSPISFRFSERSASSKPEVADIIRKVFSQQ
HRLKGLNIDGYDDFVCQQLEQLTSPTPILECLQLRAPTTRPHTLWLGGSERPMLRKLKLEGYKLPSWTAPSPMFPALISL
KVTLPLRLEAGDSVPSAQDFFQGIEAMPNLRELYLEATTPVPPLATPRRVTRLPKLELFRIDAYSFREFEYVLRHLVLPS
PSLSSKFELSNLSEDPPATVAIAAFGEAMSRTLSPVYRSLTVQYNGRRGGATIQCHSTVMEDHNDITTPTIDQPPDLTII
LYYSRFVHCDKLLAALPLNDVLTLDLDINHSPEVFEALSHLPSVHTISLERRHTSQDFFRYICNNHALDLLQSESQPSDN
SVPSDSSSKQNFKARARGNLPRLKHFASLKRLVVKSADFGEIDIESFLDWLMFRYELGGEIEELQFNGCLKLYKDDVQRI
GEVVASVTWDGVWVVRSPYGHGDSDFEDSGDSGFDDSEDSD*                                      
>Ccin_CC1G_07910                                                                
MPAEDPTSPSVLPVSNDVAGELAQRAARRDFIDLRIAELEEEIRKWKSDRNELSDIARLPPEVLSRVFIHYQQLCASLSR
ISDFGRILRPFEWTQVTHVSRYWRDTALAFPELWSNIQATTNPRWAQVMFDRAKQAPISLTFSSNSSTRPELAEVIKDAC
SQHHRLKGLNVIGYNDFIRQMLEKLTSPAPNLQTLNLEYGGLPYVDLGRPSIPNNLLGGEAPSLRQLHLSGYQFSWATLL
PISSRLTSFKLNSMPRKADGFPGPDVDVFFQGMEAMRNLQELELNIKLPITPLSTFRVIPLPKLESLKLTGCFRECENVM
RHLALPSSLRATFEVTHDVQDTDVNASTFGQTLSSSWLSGPLSDPPCVIRDLVVDNNHYRARITGRLSGVYSPSVLNLTL
NSNKFLSEVLAALPLNGVTNLGLMTGFTAKDLGTLSRLPSVRTVQTDRFASEEFFAYARRDPALNLVPTKPNKGGTSKNK
AKRKPKTSPPKLTRFASVKRLVFECADFESIDIEHFLDWLMMRYELGREIESVKLYGCVRLYEDDVQRIEEVVVDVDWDG
DEIEYYSDEEEEEDEDHGCGLPGCINCYGDDSDFADYLQYF*                                      
>Ccin_CC1G_07911                                                                
MTAQSIIYPITLEEPIPLSVTASQRRAQRELIGSRIAALEEEIRQFKSLQNEWAEISRLPPEILSQIFVWYKELRSGSGR
YPGSLDWTNVSHVSRQWRTVALACPQLWSTIYTSSSQLANAMIKICSQPQRLERLVIQCGMDFLETVMEKLSAPAPFLQQ
LKLEGLGRRIGEEVILPAAQFLGNEAPQLRHLELEGFTLPWQAISFKSLRTMKVHSTRWRDSPLHPEPDSFFNAMGEMKD
SLRDLDLSGVDLPIKPLPSNHTILFPRMERLKLRASSRECENVLRHFAIPITATLQLSSTDRYGNTPSSVSTLGSAITSS
WLASPLSNSGTPPSLKSLMIYESNSSFMEGSFQAVVDMEQPALKMRVEFPGGPWATHVAPTLPLDNLEILSLFNCCSVTT
LLSTFSTLPRLHTVCVDRFDIREFYQHIADDPAFQSQNFTNLTPRDLPPAPLTRFPSLTTLICRGVHFGHSSSSLAIPFG
YSSLAISMDAFEQLLTLRSERGRPLRSLKLEKCIGWNDYNVNELRKIVDDVEWDGVIRFS*                   
>Ccin_CC1G_07920                                                                
MSEQGPVSPSGPNLPASNVADSDDRTQRTARRDFIDTRIGQLEEEIRKWKSERNELSEIARLPPEVLSRVFIHYQRLCTS
SSAPTLFYSAIKPFSWTKVAHVSRYWRNTALGCPALWSNVEATTNVRRAQVMFERSKQAPISLTFSTQSADRPELVTIIK
DACSQPRRLKGLKILGYNDFVRQRLEELMSPAPNLQSLELRCDMIMVGDGTPSIPDGLLGGEAPMLRTLHLNGYKFTWPA
LSVFSGLTVLNLSAFSREPGDFPDPEPFFQGLEALPNLRELELDIPLPIVPLATVRVVRLPQLEFLGLRGCLRECDNVLK
HLAVSSSLSATLEISRHPQDTAANATAFGQAVSHVLGRVLRSLTLDSNLYGSTIRGHATGMEEDNDWYSAEPILTIHLDT
NGFLPELLTALPLNDLLALDLNIGCNHKILAPLSRLPSVRTVYADRVASEDFILYASKDPAFAPTRSRKGTSKKKKAAAK
PKKLKRFASVRRLVLEAADFQSIDIECFLDWLMMRYEMGGEIEEVELAACVRLYWDDVQRIEEVVVDVDWDGDVNDCYSE
EEDEDDDDDDDDVLYAGCGLPGCITCFGL*                                                  
>Ccin_CC1G_07921                                                                
MSAQDTASPSVLSVSNDAAEERAQRAARRDFIDSRIAELQEEIRKWKSNRNELSEISRLPPEVLSRVFMHYQRLCASSTR
ISKFGRILRPSDWTKVTHVSRYWRDVALAFPELWSNIQATTSPRWAQVMFERAKQAPISLTFSSNSSTRPELAEVIKDAC
SQPHRLKGLKVTGFSDFIRQQLRQLASPTPNLQILELECDPSYVLMCPSIPDNLLGGEAPSLRKLHLTGYQFRWAALAPI
SSGLTSFKLSLLPRKTDEFPGPDAFFQVIEAMQNLRELELDIKLPIAPLPTFRVIRLPKLESLKLHGCFRECENVMKHLA
LPSSLRASFEVTHNAEDTGVNALTFGQTLSSSWLSGPLSDPPRVVRDLAVNNSHYKARITGHLSGLYSFPFLTITLISNK
FLSEVLAALPLNDVTTLDLRSGFTAKDIERFSSLPSVHTVQADRLSSEAVILYARRDPALHFVPAKSRKGGTSKNKARRK
PKTSPTKLTRFASVKRLVLECADFESIDIENFLDWLMMRYELGMEMESVKLFDCVRLYEDDVQRIEEVVVDVDWDGEEIE
YYSDEEDEDDCDGCGLPGCISCYGDDSDYADYLQYSN*                                          
>Ccin_CC1G_07922                                                                
MNATASQRRAQHQLIGSRIAALEEEIRLLKSRQNELAEISQLPPEILGQIFVCYRLSCGPRSERYHYHKHESLDWTKVTH
VSRNWRAVALACPQLWSIIDAADRRWASVMLDRSNPFPISFTWNRSLCEWHASLEKDIANKVLSQSHRLECLEIDNTLTV
FNTLVTQLTAPTPVLRRLKLRTRATDFDKEHDIPLPTGFLGNNASQLRHLELTSFVVPWHAISFKNLRTLKLSRSTSTSP
FHPEPEPFFKAIAEMEDLRCLHLFDAGLPIAPLPTKRIISLHRLETFTLKGSQRECENVLKHLAIPASATLDIWCHTTAD
DRLSSVSDLVSAATSSWLSSPLSNSVAPSPVKSLAFDRYERAKIYLQAVVNFKNPGLGIYIKDCRDDTAPWTSDLVSALP
SDKIEMLGLSTSMPEMTLAVLSQLPRLHTVCIDSAATKFCRYIAADPAIQGQKPREPFEKAPVATGATAEKLPPTPLTRF
LSLTTLICSRVDFRRDISVADFEKLLMLRSEKGRPLRSLRLEGCLGLRRPEVDRLAKVVDHVEGTGNHYYDSDS*     



>Ccin_CC1G_08010                                                                
MAHVLSQSHVDLQITVLKERREALAKELAALDANICSLSTQRNDLTPISRLPNEMLQRIFAFVRASTKLKMYRRIIRITH
VCRRWRHVAVSQSELWSYITDRPAPLVPVLFERAKSVPLTVDLCREPVFDEDEERLQKTLSQMDTACILRIRGLTRTLES
RADRLPPTAPLLHTLHFENFDEREVDLFFTEGGREFNYPNLRMLIFKGCYVPCDWQALKELTTFHSTQGKYVDGDGWESE
QLLGTLETMSKLKYLKLDALDRRSSSSTRRVIALPHLKRLQLSGSSSPIRHFLAHIAIPENAYVHIATSDFRHSDSPGGT
TSVLPQRLMHNYGSSPPTSTSIHGQASVCTHAIPLHSLELSSSQHYFHSGDVFCYAWPEPVEFPVPEHKRWLVYELSDSV
DSLNSPPSFLDILFLNNIRHLSIRDWFDAIFPLRKIVEALSTVEELYLREPVSVLMLAQLHDDISRPESTDGNATMPEAP
CCFPRLKKLTFEKAVFECGSEQSSTHNFDRLQFSHIKEVLKVREERGYGIHTVEFNECWGLSSAQLDELASFVGDGLISP
DEERDPSEMNASEKMILVSVHIVWL*                                                      
>Ccin_CC1G_08052                                                                
MVPLKSMFDGIDVKRQGTIDHGANDLTPIGFLPNDILCKIFSDIKEGYGDKLGWIRLSHVCRRWRDAALDYSSFWMNVRD
GNPDRILAFLERSKDAATSVTLTSTHLSPQAEAVFQQYLSDAHRFDSLTFHSSFTRLQERMMALGSTASNLHTLLLRNIG
DERGWRQPQGEDLGSILPDGAPQLRALALEHCRISPPFRLFEGVTKLSLTCHSTTWSLTELLDIFSLMSRLEKLHLDVRF
KREDIPADRIVVLPHLQTMTVNGKLQEYTDIMPHLAIPSDTSITADCWDYGGDAPPPRSLLPYRLTHASTASTPGSPSFE
RQEAKSVSFTTNMHSIIVKIWPDASSYASNFIRYHLRGPFLQPTEHPALLAIALDTTRTLRWYNKDSEADLEDEAVEAMF
STMDAVKEVLITLRTATQFLSALKTRPAIFPALASLTIVKARFTTRRGYYGIDFDDLLDALQRRVEVGNPLKRIAFRNSE
QPSEEQVAALSELVEVIEMEEEV*                                                        
>Ccin_CC1G_08059                                                                
MPRLSAELHDFQDPILVPYYPSTNNGLPPDLIPRCTSHLSKMEELVAGKTQEVAQLQDQVNQLIRQIQRAQSEQKVFQDE
YTICSSLLAPIRRVPSEILSLIFLHLLGCPKKLRRDYVIQLRDIQRVCKKWRDAAYSTTALWSGLQFLVRWRSGYEESRS
VLERWFKRAGKHQRHLEIRWEAHWNHGEAGEDTGIREFLLQPDGNWRSLALLAATHAFVKDLFLDLECQKGHGDGNGKVV
ESPWSNVEEFEVVFSTHWPSIIPSFTFPASALPSLRRLRIQRQFVPFAHSQLRYLHLDHFIGSAQSLAKTLSMLPNLREL
VFSTMRPNYLHKGPLTPNDEPDVDKITVEKLVVTWGRSLDLLDVGLRFPRLKVLHLVDPWVGMNSEGLWQKAGLIGPFLS
RCRDVEEVSFAEGDGDMRFHSALITYILHNTRPTPKRILAPDFGLLRSSIKLDESLEEIVARDAPSEKDLRAMAHFFEAR
KKRNPNSNFGPVKLHVRERWLEYSQEVVERLKDVDVEMVQQPYRDKMWY*                              
>Ccin_CC1G_08062                                                                
MAPSPPSTLLSYFKDSTVRVSQESNPYQNPILAPYYASTSNHLSPDLLPQYNTHLSKMEAMTLQAREDVARLEIELNEAR
QRLRHTIDEYVSCRSLAAPIRRLPTELLSSIFVGVVQRPKPFSSEDVRRLTVLRLVCKKWQEVVDTTHALWSGLTFDVYV
TRPQEIRHYLEQWFARAGTHPLHLSLDLAPVRGEGDLHLRGFFYQPGYRWTSLSFLGAPSRWIRCLFQTLHGKEYSQLTQ
TEGFECSWKNLEELEVNYNWDNHASPFLSTPIFPLSRRSPNLKRLTFTRATQPFFSHNTLRYLYLRDFRGSQRALVKALS
VLPSLEEFELFASLFKAEDPWDAVDEENMSKVNVSTFHLSGTSRPLEVFEGRFRFPKLQMVRFTGVRPAEWSDGKLAGFF
NRSGQELEEISFIQSAFPSVYIAETLSALRSKVKRILVKDFEFIAQLAPWPTSKLHGLEVLVAETPPSEELLRSMIEVFG
RRKEAIERGEIIGRGVVRLYVQKGWPSYMITHRDYMQKMEEVGVQMVLTPYE*                           
>Ccin_CC1G_08074                                                                
MAQNASPADPFYHLSRTNDPLTSVQEQHLRDEVSKIDKAIARLDGEMRELSARYQQLRVERVDLVHQKVSYSKILAPWRA
LPSEILTEILRYAIFPDEGDEGGCGRQGSGGGSGYGPYRSGGLSLDRTNRLSITQQLATLACVCKRWAGIVYGTPSLWCE
VEIRERGKGMKIHELVSNLKKHFARSGTVPWSLSFSSDRLLNHSSGSTTSQTTSPLVAFLKDSTRWRSLSFTHQNLDILA
PLFSTNPTRQDYTWPELQSLHLKGWYYGPAKAEPFINTQQPIFMGSMPQLTSLTLHTCDQKIANWRLPWSQLTTLRLTTA
DSYLDYMRILRWCPNLRYCDLSLPPTANPSSSSSSVSSTLPGGGDIDRILASNIVLPDLEVLQISHSTVVWPFFSAVTFP
ALKRLVVSTPPGKHNRTTDFPVGAALSQFLTRSKCDLVALALNNLPLQDEDYISIVEQAPNVRSLQITDHANAGCWWHEV
NQRRLLSSVREVVLHGHFEKGTYVRKFLDRFLEERNAADYDADGIFYADEVTFSEEIFEWSSQYTLA*            
>Ccin_CC1G_08077                                                                
MFWEPTTILQHGAGECLATWGGKPRPLSLQLKPLSFVNCANLSYALKSPFHTATFDISTFSRTLASPSPHSPPPSTELAV
EPTSTQTARVHTENPVVEPSIINSLPTEILCLIFEEYLISPTDENGDVEMDGETPIPTVSSDFVNSPLTLSHVCKHWRST
AIAHKKLWSTIAVSIKPHCENAAVRGKNLVRLLRLFLSRANGTSLKISVASHRDSDVMSHHEVGLAYTVVQICLAHASRW
RSLRLQLPSEELQRALVRSLEERREVFSELRELMLDVGCEWEDEEESGVHPGALIYDAIFRASPNLSNLVIDDDLLAFLE
SPNHNLDAVIPWSHLKSIEVACTAIPARRLLDICEKATNVEKLSVWRVSEEDEESQVEGGDVRQGRGLVSMPKLSQAKVA
LLSHPRGLLSSLALPSLRNLELDVQGLGYSWSSARSPVSSLDDFVKPLETLLDNSNASSLHSIRYRVKQQCLASGDGQVV
DQQWCREKGLKRLACVEVLEVEIYKF*                                                     
>Ccin_CC1G_08079                                                                
MDSLRHLTKSNLPPPPEVEKYLLERLASLDDNLHTVNDELASAQQVVEDLASRHSKLHEKRKAYTAIISPLRRLPDDILS
EIICCAVWSSPSLFPDAEDDRNIDSRKPVEHPLATPSATAILNPQASWVQEKQLATLTRICRDWRLVALHTPLLWSTLHL
QVYNNDPPLDHFVDHLQRWFDRAADVPLSLTLLFSKGTLATAGSGRASGSTVTGSITPWAGTTQSSSVVGTRFARFLFQN
RRRWRELKLNMPSLGGVMSALVGASSVGGTGTTNSHSGIGASSTWKILEILSLSGWIAEDADGDTFERPGLSTVDASNLD
NGPRNSMPRLKSLTLHLPYRNINRWNWIPWCQLTKLDLKTADTYGDYVAFLEQCSQLRTCRLHFSPSCGAMFFDLPSLTD
SADTTSDSLSQSSEEQHLIFLPHLEELELKCITYVRPLFSKLVLPSLGRLSISQDLRLKLPTPELDVGKTLLDFIDRSSN
ARSSWDTSDSPDEYTSSASPFPPTQLPLTYLNLHLTQSSPTPDSFPRISTHQYIEMFEKLETLEVLRVTDGETNAEFLDL
VQRKGLLPNLKTIAVEVGQEQSVRERFERFVRARTLARTGE*                                      
>Ccin_CC1G_08080                                                                
MARVPQEPLPYQDPAITPYYPSTNNGLPSELIPQCIAHLSKMDGIVATAKKEVFRLQAELDEARRQLQHALDEQASCDSL
LAPIRRVPSELLSSIFMIVLDCPRLLSTRDVIQIQYLQLVCRKWHDAVNSTHELWAGLEFDVESPRRAFMTPEEKRALLE
RWFERAGGCGISLKLGGMHRLGMTGVQETMDEELTLRGLLLRPGRRWKSLSFIYPRSSWIKVLLSALEKEATYSHCSWRE



LEELDIQFRPSQDARSEEIIQLSRLKNLKRLTLSWMSHPFVAHATLQRLHLKGFRLDHGALVHILALLPSLQELELTSPQ
YTTRHLPPWRPADEANLAKVSVSKFCLSNTNRPLELFQPNFRLPRMQSCRFVTVSPMLWDRGILSGFFNRSPDLQEIDFT
ESMVPSDMIAETLSATTTSVKRILVDDFVFIAQMRPPPRSKLNGLEVLVAKRPPSEKVLRCMVDFFQLRKEAMGRGEIVG
GVVGLHVAQGWPKFMTTRRDWVKRLEEVGARMVLTPYDG*                                        
>Ccin_CC1G_08091                                                                
MSRVPAEPPAFRDPVISPYYSSNDNGLPDEFVPRCKAHILKMAEIVQAEEEEVSRLKLELEESLRRLQLATDEYTSCQSL
LSPIRRVPTEIFSTIFIHILELDSGPRILSPQDVIQLRDLMLVCKKWRKVALVTPELWCGLEFNLFWEMAGKSINPEAAR
YILERWFDRAGTRSLRLALGGMYFTPDERFPLRPFLLSPHRRWHTLTLEHLSLHCAESIFSPIKGVDGHGGDTSRGVVEP
ALECLQELGLYFDHDELLTFDLSILPSLKRLTIENVRPPFSFPPTLRCLHIHGFSAPRSLLIEALGQLPELQELELNGVG
PIDLGPSGPALHPTEAAILDNLPVTTFRLREALSLRVYQLLETGLRFPRLERCEFGKITLYEEAEIALVRNTIPTFLNHS
PGLQEIDFTSSTLRSPLIAEIISKTRPLVKRILVHDFSFIANMKLPPKVTLSGLESLVAVEPPSEGLLERIVGFFGRRKE
CIRKRQVTGGTTVRLYVQDGWPKYILARRNWVKQFEEVGVQVATTPYHAYSAGQINKETWPNSRKNAISENDPVT*    
>Ccin_CC1G_08096                                                                
MDVTMANTFDKAQIGATLEQLPQDVLEQEARNQIRSLRDDIEAADEEIGTLRAALLAARERKKGLEEQRDFYLSYLSPIR
KVPPEIISRIMEEVFDDATLLFQQDRTQLTNMQLVCKKWRDIASSSPRLWRGLGLTVPDDFLSGSATDPTSQVNRWLDRG
GSSGDMRVLIRRSPQRYSSAADNEVSASFQALERVLSVARQWSEISLLGVPPMLMNHILATVSNPNAQTSWPDIQRLAIG
IRPRFDQLSTLNHLPLQLWPRLRSLHLKWLGFHAEQLPTAIPHHGGIESLHLGSFQGNFNAIATVVSRFPALKELLLTNR
AFYIRGGPSNVVTHPNIERLIISGEEPSYYVATFTLPALRVLRLCNIDMNTRYNTIWDFVRRSRNQLDILSLEDSSLRPP
DLDAILRGFVPIKWLHLPNFDVFRPQRTRRGETGALELPGLQGIAFKKAPNSNTTMQHTVDFFARRNATASVGAADQGGE
TPNRIKFYIPPAGRGFITSMPNNWFARLAGVGVDVEFVSIQDLTGPASYPIMAHCAKFVSEGGREQGQY*          
>Ccin_CC1G_08147                                                                
MATHYNCTNGHVSLADAQIAEMKADIEARQSRLREMQLKRNALLPVSQLPNEVLSKIFTEYHDLVTDEELEVEENSEEKK
HRQCIAWVGILHVCSRWREVALGLSDCGPIWAIGLGQNDGQVNYNNQTALKLLSQTSRHEIIELAGTYKVLRQWFRALSS
GPAPLLRELTVITTLSKDDRRLPRLPSTVFTGKAPQLESLRLFWCSVDWKWPVLSNLTTFAYHADELPPSVSPMTFFEGL
NRMPNLPTLSLHFEDFPTFESLEDFHGTLRFPKLELLSVSGEARQCQDLLSRLSIPEYARRDMTFTIDGDDYFGLDMLVE
EVFRKHWPPGSTAAQPRLQSLLVDCDNSEMSIFRVMAWKEIVQFGTESEPGAVPWIRISVHPDRSLLDEQDYDSLIAALP
LRAVRVLHVGYLYLRFNEISASLPALEHLSLPKKTIACTFSDLSERDPAEQSSQEGLQPPPSLFPRLKTLTFHDVELRAE
RQCSARDGVVIFPKLVGLLQSRARRNARLMEVAFHGCGNVSEERLRLLRSIVPRVTSNGIEYETDEKCKDTRLCGVCHPT
TAIARRRRM*                                                                      
>Ccin_CC1G_08157                                                                
MISNADLRNDEVIFKPEYLSEAIAQLLAEIMDIQTMKNDMTAINQLPNEVLCNIFVEYKGSILADQPQHPSAWTLITSVC
LRWRNACINHPPLWSDIAPCRDPLALTRAKLKRSKGTLLSIESLQPKILTRAAEQLLAFAVCQAERLVFLKLRNRPEY* 
>Ccin_CC1G_08158                                                                
MESQSPEERQIAHAIAQLEQQWSVMNSTMMEKILALRYRVNALLPICQLPDEILLEIFMEVQYAYRLQLRPFQWVPPIAH
VCRRWRDIALSAPMLWTNITNRPLSWLEPALERSQTSPLSIYLSTSCNMLPESAEQRLEQVVGNKDRLKKFGITSTPEVV
EKWIMRLPSSAPFLEKLALISTRPSSPRHLEQLFKEGAPRLKKLQMRGFSANWNRSLIGRLKTFELTCFQSQLLLQTVLD
ALRNMPQLEKLALELNSQGTIVPPSPYTKMELPGLKYMRLRGEPRMINAILMALAIPASTELNIHCVGDSFDDHYAEFSS
AISSLWTNPHNFRSDPPYYQSLRLDLFDSRIGLWLWNERIQFSESMFVALESQPAAAAVLQLGKVPIGSYHHLFNLPLTN
IRSFALLHTLPTHEELSLLIAHLPCLEEVYLSEYASEHFASALKLDPAFSIRRSRSRSEDRVVTYAPLLTDIHLGCNNFG
QRPRGARRRRDQSMPFHQMASCLAARATHNAKTPTLTLDPTGWRLTVTQIKDLRRRVPGIRIIEWPQGATEGQTGLGASY
IQPE*                                                                           
>Ccin_CC1G_08164                                                                
MEVEPIPAFLAAQREIDEQIRGLRSRRNALAPVSSLPDEILCHIFQAYIAGARTDSRWHSMTTRITGICRRWRSAALEYP
ELWSTIHSWMGPTSLESTIARSKDAPVSVTVSTEGWTTLDPRRHQLIAGVLAQTYRLVNLRLGVNLQLLDGLLRLLDSPA
PQLEKLTVEPKGLGEAEAVDLPLSLFGGEAPRLRDLSLVECYPPWTSPILQGLTSLNITFPCIDSPVPPHDKLLATLKNL
PRLVNLTLWMNFPDLDQPSSADQVAKLPSLKRLEIASNTGGFAGLLQTIRIPLEASVKLLGYETAEEDFAALRAGLWSAW
LSSPLSGSQLTPVGSRASPIRSLWIKEGGAGLSVYAEIQGWSEAVDMSRGSKPPEQGPALSIYTELPDDVMFRSTSISQA
IDRHAASALPLEDVRSLRVQSQLDDWAPVLRRLSSVQQLYVGRLGASRAIGALALAAFNSNRADETSPGNTDPLHLPKLE
TLCLHLDFLTSVTSPIEDPIANLIYFAEYRNRKGARIKHLSFSTSTECSNEDLERLGGVVDKVNIVPPWEGLRYGFVLTD
DFDDFAEDGPVMPGGLG*                                                              
>Ccin_CC1G_08175                                                                
MADAPSELPASMEETLESIDAQIAVLLEQVRQLRSKRNNITRISHIPDELLCKIFMEVKGERTTSYPTLQWIWVTHVCRR
WRNAAIGFQDLWSDLDSRVGLPWLKVISARSKDVPISCIVASSGRKIIDFLSPTVQELGRITRLILQTNLIAANGLLRGA
KGPASLLESLTLDHIGMNHATLPPAFLDIDAPQLKRIALIRCSPSRQWDTNIMKNATHIYLTETRFHPVFDFLEGLAGLR
NLVELKLTKLTLDADTAAGETKVVTFPFLKKLHLHDHIVYCAYILKHCRLTRSTELQLDFNTSEDNALELLRSVLSELWM
DELPLPNSATSPAPQALRLHLDRYYDETKFIFSGWNEISRQTLQPSEAPSFTIIFSLHVMPTDHISEIIHRIVRLLGWED
VCSLVLPDQLTADPFKDWSTVSVWFPKLQSIDLGHMTRTSFMEWLLSDPLLELIEEPTHDEPETSQATMHVVHVMQRSWP
VAPQRRTSWSLGRRTMYQRQMQRQLLRTLMHRRPKGTVLLPPSVSRHSSKSSAAMATFSMTHIAEPCS*           
>Ccin_CC1G_08184                                                                
MPKIACPTTLSTLPPEVLCATFRFAVGGFANFAELMALASVSERFHTIIHNDPRLWSSLQISADACSLYDMNEIIEVVED
TMKVDGALPLKLCVDIQANYPIGMPALTKFLLARAERWEELTFRFAEDHSSAGFGHAREFWLNSFLTEALGNIQQVSCRP
FTNLKKLVIDCNYGLLQPRSWPLSTVFPNVESLAVTFGATDNITQVIEWCTPSLKRMNLEVTGVILEVEPRATFLQELIC



RAPQLKSLDLTFRLPMCSTRDDAGEPFAKLPPHQSLESLTINGAIGLLSYLLGNLNCPSLASLSLTDETCTQQSNSVVLD
IQRMTDRSRCAIKNLSFKGCRLESQMVADLLVGLPSLTNLRIGLEWNPNSDSDDPWFISELAEISDTSAEPVLPSLESLD
VCVQSPLGCEAPPRRWLRVEDFYHLVDDCRRLSGGAYARLEKVLLRCNEGGGSPYTIYSRNA*                 
>Ccin_CC1G_08187                                                                
MHSPLESLPSELIVRILSAGEHHAIRLLELAMVSDRFRTVITGTPSLWTNIVLFISPENLDVMLAVLDLALICSGPVLLL
DLTMEIDLNTTSFQFNQILLRVYEMAPRLRTIEILFDTQANSDMDFVRKLHWMVEDSGQDTPFVNLEKLVLIVGNDRVVD
FADYPVSVLFPNLKILSLVGITIRSAHHIPARLALPHLERLDMLVSFDSTSPFILRDLLASVPALRTLVFAMTTDLPSTV
TFTHGTREATSPMVHQSLQTLKIQGRLEDLHGQLPTLCLPSLQSLHLSDLYAQLGGAYVAYRGGRLVDNVLEMLAQSKCE
LKEFAFENCWLKNEDLLRLLLTFQHLTSFTLSLRNVVSLHDDSLFGMLFERSQFERVLPSLRKLVVSTDWISAILEECLE
ALTLI*                                                                          
>Ccin_CC1G_08215                                                                
MPTTPTTSFETVTPARKHVLRTWSTTTLMTLCDRPPSLFDTLPIELHAEIFAYCLPAFPQIGNGESPMHIAQVCRAWRAL
AHSTPRLWSSFEIEVEDSSSDDLAVADSPHSLRALSTVKVWLERSKNQPLSVRLIHIPTGRIPNQLSAQILAMFVLQARR
WRHIEIIVPSTSLAAVQHILPDDFPILKSLTLHMKGVWNSPTFDIQALKVPWSQLTELDLRLDHKHLLDLDELADLLCNA
TSMTACRVNANCRLMPLESTQRERLVLPSLKSLHLILQGDGNGLASAQQLPTSHLPPESSLTSFLGLFAACSLTRLGLNW
LVDGERTEQWSSVQAAFMASVKDLSPSLRSLEITYLPLGEGGLIQTLTQLPQLEALDLRFSLADQVHDPISDRMLQAMTL
PGSGPQTQGVGSGSKSSTVSPRASAPPEPVTLLPNLRRLHLQCTGARCTQAVLLNFIKSRGSASASSKSKHAALGRFRFY
SMQQVIDGARQRTGEWLKSGMDLDIDSVVLL*                                                
>Ccin_CC1G_08251                                                                
MNQQLEPQPPILTLPAELLAQIVSLVSTRSRNDGPTVFEIIQLMQVSRQFYNVLRASPTLWTRVDFSLTLPASVPTLLNG
MTRAVTLSDDLPLSFRLFLSHSPTSHETRLILAKLFSTGSRWGELYFHFHGHLNLNLAQVWITELERMRRDAGGISPFTN
VQQVTLAHPGFNYNTLPRRTEAYNAALWPLAQLFPSSRKLELKRMEFECGFSLPAQLSIPTLEFLTLDFGCLHNVSPAVV
RDILAGAPALKFLHLCARHVTYHESPPPVNLPPHISLETLVLRLFLPIICEQLQALNCPSLAHLHIIHNPAIPLNGSSAP
DDFVEAILAMVNQSGCRLKSLDLRRIDLSNDHFVRLFAGLPYLEKVYLTLRAAGGVDENLFERLLERSTNDTILPRLKSF
EVVTDEGYTFLTQPFIDFVRDPQRLATGYLLMFFNTRCCPSATGMWHTVCPRLSRASELSLDRLLRPQILVLFYVPP*  
>Ccin_CC1G_08259                                                                
MAHFYSAIASLADSLSRSSESREVQIALKGPNSSLLSSFHVPSGTDITFAQHQIEILDALVHSGGREPVDGPRYIQIKTA
IEQWKCVIAPIRQIPNEILGHIFSSLDIELIDGITTPYREFSLVSKKWHSFIQDHPELWTSISLNLRAPVNSRVLSACLS
YSKRLPVQISLHTYDRIYPSPIRVDENIVSAIVNSRQRWNEIAVYASDIQTLKTLGILGVRLPSLKCLVVHASAYQGPRD
FLGQFGPIPVTPPDLKDLVIGDLPSCTEVQIVGTVGLTRILPLDSPVLSQITVLELSVRDLEVVQLPVVADYLSRMPNLT
EIKVIPQDHHHCYLYHDSSDPATQRDIRTMTRTIHLPRLTYLGFPFGRIAFLLPHIRAPNLSTLVFEFPRIQWADWHRRG
LLIVRDFVRAQREHYGDRFNVSRLEMWGIPRNFLVPHIIELFLVLPSLPSLPLYEPRFPCGTYTQLIPILSARSDILPSL
NHFEIVTADEDDVPGRADEVRETLRELQFHLTRPGLRLVYQRFTIHPPV*                              
>Ccin_CC1G_08275                                                                
MSSPDLNVDQVNAALSINPALLSSFTVPDGATIHQSQEHLKILNQIRSLISSDPHFMHKDRGKRIRNAEIKHATAYHKSL
TSGARVRSLPNEVLAHIFSFLPQEEVDGIKSPYRNYSLVCKRWYSFIQDHTPLWTKLNIDVGRLNPIKSNKLLKRALGNS
KCAGMNVSLTYGECNSDSFQPPSPTPAWASLLKASQHRWVSLTVVGTSIHALVQFGLVGPKVELPNVHSVIYISGEHRSS
VSKPSSVSRLPDSGAVTTRDRLLGLLPACTSITLVGSSGIHRTLPCSLLKSQTTSLTFSTSNGWIIQIPLVITYLQYTAA
HLKRLVIGGNEIAAPSFHTSSLAPKARDMASLPRHLKVVLRRLKVLELGMPMSKVYLRLLRTPGLEELVVNLGDPFINTY
YGTSCTGFHYIRKFVWRNKVEYLDTGRFKVKTLVIRGLEPQAVTEGLIKTMKELDTVEKGPSSRFLLQQILGK*      
>Ccin_CC1G_08299                                                                
MNSLPAGILLQAPTNTPVWPSAVLLQLPDIPVPPATYLQIPPVAVELSDQNGNQQSHRIHPLLHLIPDVRSTPIDNLANE
ILLSVFEYCLTLRDGEPKEKLKILLSLSRVCRRWRMLVTTTPTFWNAIYLRRFARYPGELYWHRDDRFDRWVHKSEQLFQ
RTGPGLPLSVTMDLKTGTSGTETIDPRIFSTAGQWEELDITLTISTLYLVDYLSAMSSETIGMNLKALKFTLKLPDYRGL
WHPLDTQRMILEGMKAFLRSTPRLYLDLPALPSLPCPLYLRNVITWPDLTHLHLRTMNVSFLHVGDILTLSPNLVYLNIW
VAPIAGTAPYIIARGTVKHPKLQTFHLLFGDLHPDALVFSANLELPALKSLGLFITQPPAGVYANCSVIARQTFLPTFIS
RFGQQLEILFLEEAAPYPDMLNPFLNSTLEDIACATPNLVQFQLKCATLSKPLELGLDLLATTLPSNDLGCAWAGIVTRT
RNIFLGKLIIHSLWPKLRFFRWDGNKATDLSDTVLLDFMRSRSEKSVYRDVRVSPLEEVVVSLARRARSLLDLSDLSMWY
EIEYLTSYYGSHGDSSIPVKNVLERRDLEDRGFGWRG*                                          
>Ccin_CC1G_08457                                                                
MEMDWASDVEILQERSRQGVQFTPSDREALSRALSDSQQRLSELLREADQLRRTIAHQQSSLSPLRLLPTELLVRILRLA
IVPGMVIQYDETSAPWNIGAVSRHWRDVLYSTPELWTAIEIDWNRWNRPLALDAENTPYPARVAQFLELSSALPLLINVP
SYPNLVWGTQAEEPQRQAWTPIYRRLEDELLTRWSGSVDAQFLRQLWKFRANATLTLPMITGLRRMDEFVLEDLITEANI
NLRIPQLQDIILKDIWRIDARVENEYLANIKRHATAFLGDHASNLRALEFRGQLEALAFVSQCPSSQHIMKSVESLRIQQ
SLSFPGSLQDREEDFGRILVPSIRHLFIADYPGVVAAYLQKMKIPTIKSLQLVIKTTPLHNDVLPPALLDFLRIPSEAGG
LESLCLAGIDIPEGSLPEILNELDTLRELVLWTLPHDIETALTTSTAILPALRRLTILDNTKNSTETSVLVEILGARHPG
ARVFSFKSFKRTWAFVDGGNLSAFDEESLAFDYRLPAEAWMQHRLELVWL*                             
>Ccin_CC1G_08558                                                                
MDQSSDPGERIAVRRAIQEREDLVFKLEGEIQEREAIIERLEREIAGLHERLRVCFIEMVPVELLSRIFVFTCEGETIAF
SQGPESHDSHLSTDATAIILTQVSKLWRTVAMNLPALWSRLDVYMVPCSPFNPCDDSACPMAASQSRFIQLFKTFLDRSK
DFPLDLTLHNDHNRKYPGCYSNSSERLLAENANRLTKLEMCWVDLEFLEPSVECPVLEQLTLSNFHFPRTKVVTLNAPKL
TKVVYSDWLLNGIPSCPNFQLPWIQLTELFFVFRGSGGTEWEPEEYNEQFFYVLRQSTNITTLRISIGLAWGRNPLPWSS



ASYSQIQLPRLRKLEIQDQSQVFFSQRYLAAFNTPSLQTFDFLIADVGKIASTEIMASYMVILTFLQRCPRLQTLRLGVC
DRSFFIPAERNTRHDDCKIFMMRDKEPTDFARVLQAVFFIDPARQNNPDSQLGWYLDEQVVTASEWPQNYVEDIFDWVLD
NTTTVMPYHKRTRPAFIRKLLTDQHLTIVQHCLEILQVGHDVIPGERALLVCTPPPRLPSWSICDQAEAAPLGLGRHSLD
PDADDVNHRGLANDWEGPSNFHTTNDACPKFFTVQVLLLGPIQWSKTKQRVARNMS*                       
>Ccin_CC1G_08559                                                                
MKSPFLKSDPVFSPFVPANEKGIRQELQGKERQLSVLEGQARQLRLEINRLRSFLSPIQSLPVELLACIFAIACEGEVIK
LWEEFSMAPPPTAILIAQVCKHWRAVATTTPELWSQLDMYIGDCHNEGKLKELEPCIIHSKTRAGRRHSWFIRTVKAFLD
RSQSLPLNLELFNYEEKLHSKNRCTVHSAERIVIDNADRIQELYLSFVDLGTFPSSLQFPILETLTLRHFRFPETATRFV
APRLSKLVYIDPDVQMVHRQIKFQLSWPSLSELTFFWDLNSKGVSKAFFTVLKQVEQLKTLCVKFNKWRFVDTGTQHSYI
RLPHLQTLEIQDASEQFLCRGYLANFAAPALETFELFIADYPYEDQPEVLADIRDFLEFVPGLKSLRIGLCDANFLIPDD
RIQPNSYKIFALLDKTVAAMKDADERVFGRTNSTDRQKMAFAAAVPERTVTVTEWPETRESGCLVEKLFGWAARNTEPRR
RRRRNMLRKEYLDKALDSERMEALESIFQLLVDDEIPGRRSLLVQL*                                 
>Ccin_CC1G_08563                                                                
MDPTAFSTLLLDESQDVEALTARFSARLKDLEAKKEETERELDRLEDEIDRTKRRLEELTSLDGSDYTQTLPEEIVREIF
SVACEGEWILFAENLGRDDSSFRQTTAVALSHVCRRWYKIADSCPRLWTRLSLTNLDELRPGGYGEDEPLPSFLAFLKVV
LRRSKSLPLHLTLNPLPCYDAEDGIGYFGWPPFWGVLLESRHRWSSFEAVQSADPFGPSTNTNCISFPVLSNLRIQLCEL
DQDLSYHFPNLTNLFLDNAVNVSAKTFIGSFPRLVNLTIFSRLNLGLPNVSPGILFDLLKASPSLETLRLNFGDTGPDVD
HDGRPFRPITLPSLRTLELQHSYAEFYASTLLPNLSTPVLENIDLLEIAVAMDPNALTEFLSPAKVPRLKQLRIVIGNPY
FFDGDYGDPEWAGYLQSNSRADWVKWSTAVSGAGSLGKKKRIVRNTFTKTELPLLEHEVLYMDRKDYMEDHIGWLLAEKE
DDDEPAGHSDVWDQVYGDEMEALEGILDLFKTSFTEEVARTLIFIL*                                 
>Ccin_CC1G_08780                                                                
MKSLPVKPDLTEALAVLACEVLPQLASCGYRGVFSGLRIKASPSRRQRPQFTSLPNETLTEILKHLEWRDVLALRQCCRS
LYSLSKERHVWYNLFLKYHKTTFAQPYFLPKPLEHCSSDDLENHVTSWWSVLGNTTGESITVATYAFDRTFDPRLIDHLL
PLHNGHYLYGAPDGTILYGDPCRPEMGMRVLAPSPFSGEANVDTYVALDFHLSRDPDVRRNSFPTSFRLAVTRQPRNDPG
VVEIWEITSQLEQGVLTGYSTALLQSITEHPHVNIRHCSIFAEHVAYVIDGRDNFIAIVDWTKVEDDKPLSRTFIPRGTA
IEKLFLLPSKRIFVMYNMSVSIRDWGRTCSSTTLHEDPAFRLWVDPQWEHPQCSRCLHPFITPYIVRDYTRFVLACRDHI
VGISIPNDPEADIKTSVTTTRLAEAPLRSAIAEDYSFGYSKGAYYNHYSGAYHHLTYNWPDDEPLVCSVGTVRRSAIFNP
RCIHYDGARGLIYTFRRYDGLACSVIGSMSTGSQV*                                            
>Ccin_CC1G_08785                                                                
MESVAEGRPTESDELTTLTSLPGELIVKIIECLDWTDILTLRQCCQLLSVLTKERSVWLALFHRYYETEFAHPFFLPKPL
SFCTAQDLESRILRWWHGLRRLSDASLKPDEFSVDDTWSRVNIMPVGGHDLFHSGDGGLWYRRRAGQSYPLTPPTTDSRD
HIRIFCSFDLLSVYVGDIPGSNYTDIELATFPISFNMVVLSKRQIGPWWEGVYQTDIRVWRIKVEVDDSSGEVLGYSSQL
LRSFKCPDRNLEPYECSIYGPHVAFRAWAQSVWMACIVDWTTIDPQDTSLKSLVIVAHLGVEAKRISLLPNKSLLYLCGH
TDVSLCSWASLAPVSSSFRDYSHLPNVQPLWRHSLPHESLLNWRNSMPRFIHRSIRIVLPTITGLFGVKIPIGALKDQQT
DEIPQTVILAGGHYAKPLQYSWFGYHYSLHFDASQGFILDRYSWGDESTRGPPNQQSIHEFRPFRPKQMLQGVYYDESLG
ELSAFHNRFKSYRSLIGV*                                                             
>Ccin_CC1G_08786                                                                
MRAEAWFSRVIYPLDFDLRQVDRSMETVREDLSADSDGPTTLTSLPGELIVKIIECLEWTDILSLRQCCQPLYSLTKERS
VWLALFHRYYETEFARPFFLPKPLSFCTAQDLESRILRWWLGLYRLPDTSLEPDDHPVADEFCFPRGLMPVGGYYLFQSE
DGGLWYQRPSGLPRQLTPPAISLDGLSGNVYCSFDLLSGHIGDTPGQPSYTTIEDATFPTSFNMVTLGVYRKTSTSGSRI
VYMSIIRVWQITVEYEGDEDEVSYTSRLLKTFIHPDPRGKAVECSLYGRHLAYRVALPPVDPFGWEDEDRELVCVQDWTV
DSVDEPWDKFSPRIVFRVPDRTEGIFLLPNQHILVYAKGAGKVQLLDFKPLPPTHHPFPSYDNLPIASSAWEHWIHSALT
HYAMRPFYIRNSIRFVIPNHDALTGVKIPLAALQGESNEVPEVLIFSKGHSVFCNATPGAMNPAPGYYNNNLKPG*    
>Ccin_CC1G_08795                                                                
MPYILHRNGLATEHFPMERRTSPLESLPDETLTQVLVYLEWHEILQVRQCCRRLNRLSKDRSVCLAVLLHYYDTVLPRPF
LLPKPLRYCDSSNLERVVCNWFSARGLVDPHRARKQEFKPPDTWSKGFKLGPLPGGRFFMHASPNGNIHYHDIENPCDPP
SLFIPTPFPWCKPGVAVMPIQTLLSLDILATQADEIPIEDRLFPITFNLAAIWQATDPANDETLHNFGVYQVEVQLGDDG
SVKGYAAKQLILFREKPYRYAILNRCSLYGNHLAYHCSAHQSRFIAIIDWGSIPHSNVTNFPRVYLPDLYRSQFSLLPGR
HLAVFQDDDIVIYNWGDVPSKTRAPDLDLLYWLQPASPKWKVALSSFGGSFPPLRPYLFKDSIRIVVPTSVGLKGINIPL
RFLNQWSDSEAIASATESQLPTVVPLLDGHFGSAPCELSLGYRKGISVTSQGTTVWQCSWPEESRMEPPKVFSLPSHPYD
SRISAIYFIEHSNRLVSLQRQYRYQIIDF*                                                  
>Ccin_CC1G_08796                                                                
MAFVSELLANLVFVAIPYILHRNGLATEHFPMERRTSPLESLPDETLTQVLAYLEWYEILQVRQCCRRLDRVSKDRSVWL
AVLLRYYDTALPRPFLLPKPLRYCSSSDLERIVCNWFSVRGLADPDLAQKKEVTPPDTWPRGFALGPLPGGRVFMHATPD
GNIHCHDIENLGNPASLFIPTPFPSYTESSHGIITRMSMDILTTQADGIPTEDRLFPSTFSLAAIWEAHNIVNLSEAPLR
VFGVYQVEVQLGEDGSVAGYTAVQLALIRERAPQDALLGECSLYGSNLAYHSQVGCRRAIVIVDWTSIPHLTSAKYPRVY
LPDIHPAEFSLLPGKHISVLQDRAVLIYNWGAVHPKAHPPDPRLLRRLLPALPKWKTTLPSFGGAFPPLSPYLFNDTVRL
IVPTSVGLKGIVIPLRFLTQVSDSEAIVSPSESHPTTVLLIDRDFGCADGLSFGFRKGISADYPDTHVWQYGWPDEMQTG
TLKVYSLPSHVYGAATALTIHCIEQKNRLVSVLESQCQIIDF*                                     
>Ccin_CC1G_08801                                                                
MDLSSPQMRTRGSIVIEPLPEEIWMKILGTLEWHEILRVRQCCRRLNRVSKDRSVWLSVLLRYYDTALPRPFLLPKPLRH
SDSTDLERVICDWFSTRGLADPHQARKKEVMPPDTWSWGFSLGPLPGGRFFMHATPDGNIHCHDIENLSNPPSMFIPTPF



PWYKPAFDDLPILTRLSLDILATQADEIPAEDRLFPMTFNLAAIWECRHLVHRTQAQLRVFGVYQVEVQLGDDGSVAGYT
ARELALFRERAPQGAMLGRCSLYGNHLAYHSQLEQSTAIAIVDWTSIPHLTDTEFPRVYLTDIYNTEISLLPGKHIALIQ
FDDILIYNWGDVPSKTHPPDPDLLYPLQPPSPKWKATLPSFRGALPRLRPYLFKESIRLVIPTSVGLKGVVIPLQFLNRW
TDSEATASPSESHPIVLQLMAGKFPTAKAKQRYGFRKGISLSYPNTYVGRYSWPDESQTERWKVSSLPSRVYDAATVLTI
YFFEQSNRLVSVESSRCQIIDF*                                                         
>Ccin_CC1G_08806                                                                
MTIERLPPELLGEIFKECTLLNPDAPYVLSLVSRTFHSVVRSTPAAWKKLQLRVYEGEDPKARQKAALWFSMLGTCMADV
TVDINPSSTPLSDFFLKDVAPPKFGATDVLRRYTHRIESLSVEAASECDARSFVNAVYDEYEAVQHTRRQKHATFALTSL
SIEISSTAPPTQWASSIPVPHLPNLRNLKLLNHSIAFLASRRFDQLHHLSITRPIRFVPFSLLTVFGILRSAPRLQTLSI
ESRILDDTASVSGVDHPGGSLSLIHLPFLTSLSLRTNLVPSILSLLLLPNLSKLHVDDLNGRRVGRSRETASVLRQVLVR
MELPNEHRTSTGLKQLELVGVEVYAKDQRAGSERDDAWEWCFNRMRALERLSVAKVDSAPVLDILSTLACPSSPPPGSIP
FASPSSSSKRLEDDMHDPDYPCPNLRSLTLKDTYGTPWNFDSFRNARPSVQLTFEEPDVSAFSPSGSVFNSYAPSRSGTP
VPLSRSPSRGGVSPPPIDFLSLYTDLQHSPAGSPWSPKSSRSSGSPLPRFGPWLVLAQKPEN*                 
>Ccin_CC1G_08826                                                                
MSAFLNYFRQSTKKTDAIPKELSILASEILKNHPIGQTDLWTDPDPALLDSLYVPTDQEIEVTKQNLNKLLTLSRFFSAQ
TRSDPSFLNGSPVDNKKICAQLDKLIHLNHCILSPIRFLPDEILQEILRYSIPEGDLNCIPPHVTPLAVAAYKPNAPRMR
LYRVCRRWQLLLTSAPDIWSTVFIRLGGRTLEPQAVKYLQKTLSYSTPAPLKVTISNPGTRWVDEVYRESKLTELSPFFD
VLRESSSRWHDLSVDNIPFLHHIHCLPGHPLPSLQRLKIGVPPWLPQDFNILDDLPDTPSLQAAEVHGDGSLRALEGLTS
RNPQLTRVWLTRTYNDPFNTLQPIRALRNLTHLHLTFPVGSLEYHPKDSFTLPHLTTLSLSSKVEILDTIFQTLTCPNLT
SLRIHCSHFLYGIKPAKWVSLRTQIINFIAKSGCTQINHLALTNFNTEQLRPLLSGFKNVEMLELTSACYISEQTENNIC
VQTLDSLRFERPSLSEEEGAWDPILPRLKRFDFSYCDADIYRYCETHHDPNEKFLDVKGLIQLCESRILSRQDQEKGIRD
VPVTSLSELRFNLADHNPLSEEDMLLLTSLRYKAKDLGLDFRILFNFGDCAQALIKERQHRVDW*               
>Ccin_CC1G_08829                                                                
MDRDEETLRARLYAEINALEVRICEVKSEINELAKVSRLPDEILCVVFALYKEKESNLRGYFFSDRPDSYSLPPRQNLLS
WTKITRVCRRWRAAAIDCPSLWGDLAPAMGLPWLKTAISRAKEAPLSISFFCTALPASQDVHVMAQALSRVGQLRRAQLQ
GIPSVLEDTLKFWTQSAPHLEALSIFPKPARVISLPNHFINSCAPKLKRLALWNCALPANAPSLQALTHLTIGVNTKDAG
LRLDLLLDMLSSSPSITTLALSTRHFESSGPTTIRPSHIPLPRLRSLELESRCRACADLLGYLHLPSTVSLKVKGSRVTT
SALESLRTALITSWVSTPLVERPLPKFCIKDLIIYSYSSKNLICEGHVDTRRDEGGQPSFSLHFEVNDADWTDVLLRSLA
EALPLPYVQSLQLRESWLQQEEYASLLSVGLPEVRSLNIEHGSAEYVLACLRSDPALQSASESAVQGRPSLVYFPKLTSL
TIAYAYMIQEKYSMDGIYVSLRQLMKLLALRARLGYRLKELHFYGCYYISKNGSQRFKEVADEVRWTARDWDSDREGTDD
DFERGYDKDWYMWDDSEP*                                                             
>Ccin_CC1G_08830                                                                
MDEETLRAGFYAEISALEDRILELKSQINELAKVSRLPDELLCVVFALYKEKEFSLRGYFFSDRPDYSLPSRRDLLSWTK
ITRVCRRWRAAAIDCPSLWGDLAQTMRLPWLNRAISRAKEAPLSIRFLCTRIPMSQEEQVLVPILSRVGQLRRVCLEGIP
TVLEDILKSWTQSAPHLEELSIFPKPARALISLPSPFINSCAPKLKHLSLWNCLLPANASSLQALTRLAITMNTADAGLQ
LDLLLDALSSSPSITTLSLSVSRLESSSPTVLHRSPIPLRQLKSLELKSTCQGCADLLGRLHLPSTVSFHVDGYGTTSSA
LKNLRTALITSWVSAPLVERPPPKLCIKDLIIDSYSGGNLLCKGCVGARRDEGGHPFSFLFAVGGNDRIAPLLRSIAELL
PLSYAQSLQLNDSWLRHEDYVSLLSVGFPEVRSLDIEHGSAEYVLAYLRSDPALQSASESTVQSRPSLVYFPNLTSLTIT
CAYMIQERRSMDGLCVSLRQLMKLLGLRSRLGYRLKELHFYGCYYISKSGSQRFEEVVDEVNWTERERWDDRDDYPDEEQ
GSDDDWWMWEDSDASD*                                                               
>Ccin_CC1G_08837                                                                
MDEQLESSQLAIDSQIRHHAKEIIRLEAFHIARIRDLKTQRNTFAKICRLPIEVLCSIFMQLKWALEAEHNRRYHLKWIV
VSHICRHWREAALRFPQLWSSSISTAFGHQWIRLMCERSGGAPLSVNIDVALSRIRRDKFATVLGEILAKSSQFARLSVR
LYDSDLQTHLPSLTAPAPLLETLSITKMNQSAFRVSPSLPAIPHDLFGNETPRLKHLHLSGCYLPLNSQLFSGLTSLKVE
FCDSALDRPHPLQDVLSALSRMPDLVHLHVTDIRITGSCQQTVSLPHLEKLRLSFSALNVSQLLCRLQLPASVKANITFR
EVEPSHRHSVLEAIHTFKSRHSDPDNPIRIKSCWVRYKENNIFFVGTTSVSHESYLCDDTDPPGSSQLQLEILQTRHRSL
CATDLASALSLGHVEKLHLLGDIDPTQERSILLAFPSTRTLNVAKLQRENLIIECLKTDPAFSTPPSVSSDCARVTYFPL
LERASFACIDNPSDFVDAWALRAANGSRLKVLDLRYCRGTTTRDEGLISKLREVVDEVLVSNHHYALPWETLPAAW*   
>Ccin_CC1G_08838                                                                
MASSDARRSYIDSRILYHEDEARRLMKLLQDRIRDLKTERNELAPISRCPPEVLCNIFSQLKRSVEDDYDSKRASSRMAW
IVASRVCRHWRAVVLRSPSLWTDISTRNSPEWIKTALSRSRGAALCVHIDLTPYRADRFLPVVEDVLDKSSTIQSLELSI
GPKYTQTTFPHLTAPTPMLQSALIMMIPPDQRLGIIYGKPVALPVNLFGNEAPNLRVLHLKNCDYPWTSSLFSNLTSLKV
DLSNCSPSDVPTHPIEELLNALVRMPTLVRLYLSRIRLNGTPRITARLPHLSELELDLTSQNTALLLLHLQIPPSVKAYL
SFREADERSRALIPAALRTLKSSASDLLPATSELLGCQITCEGQGSLLVEGWTSPHGKRWDDTKLRVYIRKAGTGSVPIS
ISQIASCLPLYAVERLTLNGWFNSLAGDEASLLFASFPSVRELDISSFDNQDDLVACLKDDPAFAVPSAPPTYLPLLQKC
VFGKALFRESHERMADFEMLWSLRAQRGARLKTLDIGLSGMPDDHEMVPRLKEVVDEVDTRSETRRWMELFWVYNESTST
TGAVGQGGLVVEG*                                                                  
>Ccin_CC1G_08858                                                                
MTAPTKASEGGSSAIARLDAQILALESEVIRLKQERNEMLKVSQLPIETLCQIFLLVPEKTSAGHQRLGWVRITHVCRRW
RTAALGCPLLWSALSSLYPPEWLDVMGARSTTAPLSIHFDRLPMVTQAERITQSKLRKVLKQTDRLQHISLTADPLCLQT
MLKPLVAPLPLLETATITSIDPYEHSDVLADDMRMWMLTSTTCYLTAYLAGTLRSYEPSRSSDASRGYGDQPCHTFQT* 
>Ccin_CC1G_08859                                                                



MCLPTRAERLNSIIADLDAKIQALETELQELKYRRNEMIHAVQLPSEILSQIFLIARNATSKEGGESGLGWVRIAHVCSR
WRMAALDCPSLWGCLSSSYSPESLDIMISRSKGSPLSIYVDAPSNRTKAARIAQSKLRKILKQTHRLQHISLTSGPFRLR
TMLKGLLASAPILETAKITNVVVAVDDDPFDIDPVNGLEHVVYDPTLIVPHGLFAGGAPKLRTLSFIGFIPSFGPSPPHF
PSLTHFCIGPSSKGSSEVAIDQLILALSMMPALQSLDIEWPKYAQLSAKPSIPAPIPLPRLNHLGLDVPCHHAADFLTQL
HLPGSIDLVLKCRRTIEASLLRLGSALTSSWISLPLRSPQSPFTQLPLDQLDMSHPSGAPMFHMSGSAVESVPGQEKIAA
SFSVTLEALGGAWSPTLTRLALSPWPTTQVESLSIFQQPPDVTIVREILLVPFSSVYTIDLEHQAVEYFLFYLRSDPALK
MGHLSTGSPHQMQTASFRLPNLTQLSLSPSIWITKYSEDRWLDYLASIRHLFERRAALGSPLNLLRILRCKAPPMEEVEK
LKRVVAHVEFWPDVPEPAWHGSAAAGNEVIMYAL*                                             
>Ccin_CC1G_09079                                                                
MDSTEFKRLINALPALPPSPFHQFFDTNYTPSDLEISEIRFLVQNVKTQLALLDNYREQLSHYIDKHAALASPIRRIPDD
ILREIFIASLPRTPTFSSTEPPHTLGWVCRRWREVALSTQRLWSTVYVSMPCESNPAADRLARLRCSALQTWIERSNPIP
IRLWLVDYPSGIAQTFLQPFTHRIGELRQELYEPNHSTFLLQLGRFQNLRSVSVVNEAEEEDVAVLCDPELLVRAPNLEA
ISCRGMASSPFQYALNWSRMTTFRWTTHNRHAFLSNEQVLRLLESMPSLRVCRIGQFNAPRPRNEDAQVQRVIALPQLQV
LCLYQSEGGPMTVSLLCHVDAPLLHRLSFSFVPPISLRSTPIKAQLLRRVEVLIESYTSKEIIDLISSMDSLEDLILKYR
PFPIRSPPGNMSDDEWTENYGFNDGVLKALTPTNDDPNSTLACPRLHSLEIDDFMVDRPLLTTEAFMAFIIERSRHPKAQ
TCLARIQLRSPGYVPGLRAALQTWMQAGNNPVKLVFSGRENEEIEERPRYPQDPPNTEVFDDW*                
>Ccin_CC1G_09156                                                                
MTRRSSRLQAKADVKAPRNQATDASADAQPTPMTSSKRKRNAKSEIIATSRAQSAVARDDKKGQPLPTKRRRVKAKDGGI
FGKLRDVPFDILEQIFSHLSPMDLVNLARTSKHLRAALLNKGQSLVLWRTVLEQVPGLPRRPEDVSEPAWAEFLFGRTCQ
ICGRQSLTTPQWCSTLQRNLEWNVPTRMRGCFVCLKKIFTTFHDLGRSEPWAVGVPALEFDRSLHTEIFRERYRKYRTLS
GDEREAWVKKIKEEWQAKYSGHRECSKWLEKTLAEERKREAELNRRGRDFIYERMKEEGFAEDVGTPDNHRKIGTFYTDK
TVATLLRKEVTPEVWANAKDSVMVVAQKYRKLRLERK*                                          
>Ccin_CC1G_09157                                                                
MATRQSGRLKGKEIADYTEDLSSEDDELAPTGGPSGVKRKRKAKEATPKQQAPAKAGSSSTSNKNQALARPPKRRRGNRG
ALELLIEMPLDLLFEIFGKLDPADVLNLARASKDLRAILMSRSSAMIWREALSNVPDLPPCPDDLDEPTWVELAFGKRCQ
LCERSVAHTSVVWVLRFRACTRCLQERFNASMREHSIYELPQNVRNIMPSFTFGKSHHIWSVEQRPHRGRHFHTETFDRW
MVEYKSLRHDPAKEKAWVAEKVAEWTPKYDHAKKCLEWVAKVEKARGRDLEAARDNRKECILKKLEGLGYSSYELYEKVD
GVSIWTALPFKNLLKKDITDRAWNNVQEAAVAVAQRYRQARIERLNDDTIKSRYDLVVQLHDKCMKSLPINEFILSAGDL
FLVPEVSSLLAETPLDQEMTLDNFNDIFDNIATIASRWESEARQTLLDRLRPKAAEILGVAPDSVTESALNLAFALVHRC
EWHKYTEYNRESLDRDLHKFVRHTRPDGLPWNINCGYEVNVGEIDHRVAKLVQMGYDPKTVTCQELDGLGDIFECTACSN
PVKGRMMLTWRLALTHSATHLQITKVDAETAEIIRGRMAEQALEAAARYHQPHLVCTHCRLEGTALTLRDHLDSAHGITD
PTDDDAVVIRGRERRLADGYRYWKFRGTATKF*                                               
>Ccin_CC1G_09188                                                                
MSNTRLSYIPSVMHALTDTPATVFQGNQKLDLALGAPPSRAREPKEAPKAARGKNRSSRAYELFLWMPAEVLLEILGKVD
PADLLQLARTSWGLRGILMSKRSSPIWKTSLASVEGLPPCPEDLDLPQWVELVFGKSCHFCHRNVRAKTVWELRFRGCTN
CLKERFTVSTMEKGVALGYMAGAPSLTFGSKYRRSRDGWYHGDTYEKWKAEYNAIPDHSELQKTAWVAGKASWMHRRNLH
AVQCINWVEARESARRNVLEAVKRERMDDILSRLNGKGFSKEIDALRDRVEFWTDIRQFLKEDVTDRMWTDVGASVVACA
KLHQSEILRQRRKSVFESRMKLLTELHRKCHLAQPINDFFLSYGDLFLTPEVSQVIDRADVYQELTLVDFDHVVANISLI
AARWVSETKGKLLSVLQQQLPTEVRNRLPENSTLSESSLDLAIATFHCGRCLPATPIPGPKPMNHLHALAHTPLFTRNGQ
DGSGLPLDLVHFLVGVPMNEERRWMPWGAMCNFQVDRRLAVRTASFVENFGRDPATTTFQELNDLDEIFECTVCSTLSKG
RLMLDWRLAILHECDPGWLIRVDPRTASIVRARMEEERIAERVKLLDLGYSYISGDRPSLVCVHCRYSADTGIDIREHLE
QKHGITEPSDNDVKEFLGTRKLALRKPYRYWKFGSSSLL*                                        
>Ccin_CC1G_09193                                                                
MSATYSAAILCSQAQATASSRLADLEKEREEIAKQRDALLKQAEVLDQELSTIQREHGRLHNTAISAAGKIPDELLSHIF
IYAVEGSRNAPDAFPRVFSSTTGKQPRVPLTEVRISHVCSRWRDVVLGEEHLWAFFSNIGRPRTEDHAERLSVYANRSGD
LPLELWIDIDWKEPSYPQRPSPLDPLLDVAISYGQYWGCVSIHAFISEAAQGTILDRLIEESAPDLKYLDLVFYPANKSQ
FYNTMPAVDGAMEGVEGTIFPRNCDSLTHLKLGGPIIGCVPHMENVTSLYLDGTFNSERTSNVTFEMFRDLITTLPLQSL
TVIDNFIKIADAPPILPVEGIEMEHLKHLRWGNPVRGYSTPGLTIALTCFLAALRAPSLETLTFLGIEPISPNTVVNLFA
GQSMFWCPKVHTFAILNNRDFPQDGDWLPFVARGTPNLKTLIVYGHGAEPVMEHLAEKNHGRQPLWSHLESLIDIGIDTP
VANYVSFLLAQKRAEHGGNFCLKIPKDRLDEWNRTSTTDIHEELKGICRIDYWVAGRDFPVLGPWEIEDDEVFIRPSLRA
RDTRFLIHEPLL*                                                                   
>Ccin_CC1G_09251                                                                
MSSLPPELLYQILSGLYHNGYSLTRAHFAQYALVSKAFAGVVQKLLYETIEIKLWRSGTTPRNFLSSLDAQLTRYPHLKS
YVQHVVIDFRGVIDVASTLDPGTDSEGGALINVLESIPGLKSMTLRSQPSKIFSTNAAWDDIPLPVRAVILDTMKAKTRN
VIVIDHFSRFPVNAVLHRLASPEVRVTIRGEFDLDTIYPPAEEGGYNHSPIQLEILADEYTEKTAAAFLRGLRPMLPSTL
RCLAISLDDIRSCNFDGVHLAAMEFFSALPDLPHLEHLIVYGERLFLPKDDTTIFSFPPYIPHLPHLQTLTLQYFFCSSK
PILNRPHNLKWNNPTLPLLDALKHSPNPALRVRVLIVFDQRTEPSPVALERMFGFRELVEYFRGGGEEEREFKGDSHSEE
VVCGNGSGSGEHRGYRAQKLQLAIAEFAARGPAYRYVKQQFAGVPPGRVEVVGLAGRPVYARWWMCFPKVAAFGD*    
>Ccin_CC1G_09436                                                                
MAPTLLSLPVEILTKILSLLPCPSSLLSTTLVCKRFHELYTSSSYLQYLVQLSLSGMQDNPYCSHDQVSLKERLDILRER
EERWRTLEPRWSMTIPIEVPGLKEGGKRTSGVYDVTPSWYFLGVAQGRWGLSSMTTVGVQSLKMPTSPEETVQRKEIPFT
SDNQGEIVDFGTSIEEHDLVAVVAMKPLEDPRAPGLNFLSVHLLHHSTGQPHSRARMPVLPICTVGQSVNISVEICGENL



LLSVLSEAGEASEETGVLFRAYDWIRGVAKGWHRQAWNLGLIFLREDIFLIPSARHNRLEIYYLPPSSYSSLPPDSHSIR
GVPFNHWLYSVPADITLSPIPIHYLALPALAAHWRQTTSQCRCEPSPIGLKSSASKYVEGNRPFTNDPDRAIAVFSVDFH
GPEGPTPLMMFVHRKTLLDLLPLDWTKWVEENMKRNARRGVGEDALLQMVTRWREEGVEYQGNRRPEPAPPPSSSMSSMG
AADSTTHEEPSQTSPPDSNATSPSSSRSSLSSTSSTELPLPRPFTSPPPSELPLPIPLSWSTSLSSLSPPTTPYATWSPH
NVLWLNARDFASVFITSTAGARFVSFPIENVLAAGGKAQVRVLDFDEYRVRREVERRKARKKERDAGGLKEVDGKEDWMP
ERAVIGREWREEGLVPPSQRRRTRDIGVGTSANGEEQDGNENANANGHADDEISVIDIDIDDSETDDTFIPGHRFFPCFS
EDVHSNPLPHVEYLSKAEYDWDAVLVDEQRIIGMRHDRDPGSVNVDSIEVLYFG*                         
>Ccin_CC1G_09805                                                                
MDSNLAIEELSRLDATIHAQETETRKLKRQRNKLVAIARLPPEVLGRIFLFHRDHMLVTPSSKRTLFWISVTHVSHVWRN
VALSCPQLWSIIHLDRMNPFLTSLFFERSKKAPLSIKITEKPVGAEKILIRSLLAEPDRLRSLEVRSGKYEELIQPLSTV
AAPLLEKFIYAPASGRASHNTLNVFSGGTPRLRHLELCDRTSPWTSNLFTGLTVIKVKITSRVAFDSPAFIRAMKSCPTL
RHLSIRQAHSNLSATSHVETVPLPQLEDLDLLVSIQHCMQLLPCISFPSLKALKLELRSCDFNHGDYAPTVKRLMTLIAT
SWSAGSATIPVVRALQCLQTRNSLRMETWSEESDTEELIAQPGLEKRPKPTLSLELVSTQVHPQWVSQPLPLLQSLDCKE
LEYVAINSPLEEFVVEFLSDLQALRSISIWERGARNFCDYLIRNAVRSFPKLVDFTLNSISISTNGGIPLSALVDPLKRR
RSLSKMSSDAKMPQKLLKGKTFAHFQDSEVSYRRT*                                            
>Ccin_CC1G_09870                                                                
MPSDGCDQAWHLPPELLCKIFDEYRQEQVLDNSSTCYRNWMTVTHVCCSWRNAAIDCPSLWSYISDNVGPQWMTIHFERV
QSFAPLHIRWSRRHDPSLPSPLVEFIPTNLHRIKDLELEEIDLSWPDDPKVRLLSSSYAPVLQSLSLACTGGFVIPEDTL
HKGAPRSRNLVLRNCTAPPKCTSLLQGLTHYHQLIDDTNRYYPMFSAGLLEKMPNLVELKIECEAVWRTSTDGGVAILSA
LRSLTYTGEMRSCEALLNYIAVPRSARVDIDCTQSQPLIPPLPTGIISPHWISPSSLAQSPPSDFAQGGLKSLRFVLDSH
QMTVQMWHDLVQLEQGTERPPPNLSFGAPKFKRGGNLSEESRFLAFQPLEDVISMELDWLWRATGIGLSQAVLSRLTELE
HLALCSSAGLSVFLHSLKEGGPPSALPNLKTITARGVAFGPDGGCEERFCDSLVDMVSSRSRLGREIEEVKLVKCSSITQ
EEIERLKEYVTRVFVE*                                                               
>Ccin_CC1G_09872                                                                
MSLSLNSETQLASHCLQLPPELLWKIFEQYQRDLIFEDGSSYYSSWMVVTHVCRTWREAAINCPGLWRYIVDGSPTDLPW
ITVHLNRIHPSTTLHVEWIREYTPSLPSPLVELVPANLHRIRELELVAVSSPDDPKLQVLSSGHAPLLHLLLISCYQGCT
LPLDLLDNGTPRLQTLALHNCLPFPTSKLFENLTVFHLLCDATNTDFNIQDYFEKMPKLVDFRIDGAKVHRNSNGDVTVL
PSLKVLEFEGDWRSCQALLDSVAIHRSSRVNLVLTAPVPHLSTLPSLSPRWISPPSPHHLPSFAQGGLQSLSFEPTKDML
RTQMWHEVVHFGGERIDIPTPSLSFGVGVLAGWCTPDLAEPSRFLCSQPLGDVRSMKLDWLWGVTSQAVEPLEGVLNNLS
ALQELTDNCDPGSELGTR*                                                             
>Ccin_CC1G_09948                                                                
MASPVSSPSSTPPLTRQNTQDDSCLSSFSSSSFSGPSTPSSSQQLPDDVTKVVVPTQSSSFNNSDGDGVIETANSSQDHA
DNEDNPEPPKKKLKITAWNGWEALRRVKSESQLSKKRTPKGASQRTRGVKKEGSEKAEVEGASGRVKTRRKAGKLAGLVS
LPLDVLYEVFSHLSPHDLLHLSRTTKSIRRTILSKNAISLWKDVFAQQDDLPPCPDDMSLPAWASLVFEAHCHHCLTKNV
RNVEWMLRMRLCEKCAKALLFCEDQLRCDDKKLDRLIRACVPFQKRKGKLYCLTSAKDAFIRELDSMEGDRNAFVEERQK
EMKRRREHAQECAMWSEDQEIEREAELLRMHRDRKEFIMERLEALGYGEEIEFLVDLEEETPGQLALPIPTWDDFVPFEE
HPEVRPCKPLTERVWNNRVKNVMLEYMEKVRRYRKDNDRNLELEDRRWKLAERWLEWRRLPEVLEAFPPSEFMPSVADFL
EMDITKKVIEWTPPTQEELATPNPLTLRPVSGKDPLPTFFATEGNGGKGTPLAQAIDEWRAAQTFKVYALTPFAWHQPFD
PIPANIESMQRFLQLAICVLECEHVDSDPHFCFVQAQNPSMTWGKFYSEEKNQYSCMWYPEFLEHQCNRLDERHWNERKL
DWNPYLWVEEILAGPPSPAPVSQSHGLFGVNPRRNLKRIPFRPDGMGFHFTASLVVKNILAACGYHWANTTAAMMDEVDP
RVVCLKCSFGNRCDGERIFSVHTWRNAVKHALYAHSIEPKLVEWERISDEDAAKARELEKLEPARRGVQVEPRRDVKCFV
CWGGSDEHALMTLEETRQHLKKVHRKTDEDLTAPDAEGSLWFRATYLPSKQPLTIRLIPKPVEKREVTRPAIIGFLRPCH
EWIF*                                                                           
>Ccin_CC1G_09977                                                                
MTSTNPSSGRPLTGNAQLTLSDFPNEVLIQIFSLLESETDAFIDTTPPSRSAKFMLAMVCRQWKDLIWNTPQLWSTLSIN
ATRSNHRMRSLDQVRPMLSHHLACGQASPLDVAFSELEMEADREALGAIACPILGPSFARWTSVHLHSMDFGWLLKSSLL
PGDLPALRTLAITDNGLSISHTFEEHTERVKNWQVPNLNRLILNGLLSIKINLPPWTPFLSQLSHLHVTGPIVVPLLMEY
LSNTPQLECLIVEEVSGKRWGVSWADEEGIGDMDSIWPRVHLEKLTRIRIGSEFLLPQYNGGSGPIQCPSLVDLEADLTI
NLWNHRSNQIFVALTTSSLIGKWIQNSGCNPQRLQRLVVANLIPHKENTDSLVDVLSTLTTLQTLELTLGFPSPNETALG
IGLVSLLRAMSRNSDKAGGLHGGTGSDESGVQVDAATPCLLPNLTTFKIGTAAKFASSSASLEPYIPDLISMCKSRLPTD
EPPRTPGPDAVGGAEVFLSSVCIQDQRAASEENLAFLEGLRRLSRLKGHSEFRIWIEGKPPCAVDDDLGCDDFPSWFRPF
TMSGINS*                                                                        
>Ccin_CC1G_10010                                                                
MEEVQSFLDRFTIAELLAEVRSRVEVQAHPRDDSDAYKQPDPEWRTMKPDEILHREREMRHIAALLRTRYNSTRPINLLP
PEILATIFRFVQDFESLHDAFPIRPDERCWHNAWLPITHVCQHWRTIASMFPELWTYLFTSSRTRGQDAYASHFLDRSGT
MPLHIFFSFNSSAYSYATMRVSEDCAILPRLAQYGDRIETLQLQETKHLRTEIWDYLRFEAPKLRSLFLDPILWNFQDAA
RPLPLLFKGHTPSLERLYLNHVGTWTNEFRNLTHLCLSNQQDLDRPLLSQFLSFLSRSPGLEVLKLINALPTRVSESRSE
SPSSSSSLMRISLPHLRILEVGAFDPRLDGADTFVDRLILPLDCLRVIWADQLFTAEGSVLKFVDTSSSSPITTAAIRTN
GGADMLISRRRGEGSESEWLAVETPFNPSTYVHLLRPVLSGVTTLYLYTMPRNAAVWSTILGGFPALVSLHITNRCNYHP
LILLLKSKTAAPRVEDGQMVEVVPLLEILYAQPLIGTARLTAVERREYELLEKEEDPVILRPAPCKPCRIRFVEPDSGTS
TYPKEMMYKKTEVQRW*                                                               
>Ccin_CC1G_10088                                                                



MQFPSISSPLPDPALLPYASGDNILPAPDHLRPALDLYLQDSSTCLATLSEQISILETLLGATHFQRHTAHLSADFISTV
DQHRQRIREWSAGIDQKVAYLKALLARTRTQQMALAEERARYAAIRRVGILDLPFEILGDILLHWSIVTGEGTSNHQRSR
FKEHSPFAVANLRLVCTRWNDVILGTRGFWRGLVVDIDRWIPDASRSTLSTFVNAWFDRAGEEAPLRLAFVGSNRPDLTG
GQLLRAGSEFVDILFRRKRHWKEWHLNSTLLSDLIFLFGGLQKLVQKFTVDMAQEDYTSALSRLKILSISKNPDEYIPEE
QSKMLGCNLFDTQTNANALPLESLYVHSPLFITKSFYPHLPSHVRFLHIHAPGKIDVPKDKIFLLPRLEELILELGPRSE
IDREGFPATNQSFQRLILIGRRATESLPKLFKDLTLPSLNLLRFEDIGMVDFEYNWRGNEIEDFLVRNTPGPKFALNFEN
CGLVSSCIGGIEFVIEKFNLGGITHLCLASPDFLVHGSKATLRTLYQTAQVIACRTYRDAGFREVIEALRSHCMQQETVV
YLPRPVKETVWNLNSLIGVMNVRPVSKLELDTLFETGIRGHQYSEVVSDYSR*                           
>Ccin_CC1G_10092                                                                
MDGYLPPEILCQILAYAVAPRNKDGTQITAADPFELAQYRCVSKHWDQTALSTTTLWTSLRLDFGSLRPASLPHGLVSFT
DNWFRRAGPSKPPLLLEVIDDRRREHTFSAHSAKFQREVVEEITAILLNPNRNWYEWRFDSDVVQRCFLGLEQRGFREML
RNLILKPNTNLPLLSLVSTYMGKPTLPTVSEEARRPFYADLVEDVFPLTRLSIANSFGRWFYVYVPIPRSLRYLRLSGGI
SFPINRVLTLPALEELVVEGNTSDMMGLDFKFEEHIRTTQPIPNRSIQRLVFIGEGGTSFASAFLNRGTFPSLQLFRLCG
DTKISIWLPDIVRRFCLRSFGEGRPPHSFCLSLEGSKSSSKDHEKLLAEFYGRISHLHLRDPDVLLEGDHDMLRDLGQSL
EAVVCAQPSISDHFNSELDDELLAYRTAVWRKALDSLCWFRGPRKGKISFHIPDTKENVAIAAGLVVCDGVEVRCASSYE
LKVILESGGL*                                                                     
>Ccin_CC1G_10119                                                                
MYDALHRVALVPGLLGRAVRALMESTEDPPAGFMGLPKEILVMIMQNIDMEDVLSLRVCCRLLCDLSKERSVWVALLKKY
RETSLHRPFFLSKPLANCTALDIEKRIMRRWTGIDRQELPSSGPDTFMVGSPSHPQFKHLAFLPFGHFFVMHSTDGGIWL
QSPTTAPQLLIPSPFSGSTCISTFASLDLLSMSVDAETSFDSQLFPLAFNMAVVWERFDYDTYESFIVLQVWELAPQVDN
EGTVMGYSSRLLSSFSEEGRMRIRHTSLYGKYIAYAVRSRRHDIAIVDWTDAASGLERVFVIDESRISIWHWKSTCPESA
LSPSQQQFPYIAPSWSTPVDGARTVDGLLGIKIPLVLSSGGIAEPTSTSPVVIRLGEGNFVGRPGNAWFGHNTGIFFDGE
YGDHWLLRYEWEGARDEAARKSIKKIRRLNDFVIPSVAFCLMRPRDIW*                               
>Ccin_CC1G_10122                                                                
MSSQVLSTAFEVVGNWVQCLVNYATRRESTSQRPRRLTSLPYELLIDIFAYLEWKDILRIRQTCRLLNQVSRERSVWLAL
LYRYYETKFARPFFLPKPLRLCSASDLENRITRWWRGLDGLMVSPVTVHRFKPPGLDYRFGLQGPVPGGRFLFYAFGDGR
LGYIDSRQPNPEFIDLIPSPSAFCGNPCTDISVAIDALSQQQYTPDHGSAPPLCSQLFPSTFNIAVRRMIWEVLVHFEIW
RLTAQIEGEDVVGYSATLLTSFTEDHTLRFLGPCALYGKNLAYNIDSPTKVVTIIDWTEIPQGAEDYARSYIPVSESRRI
KTIYLLPGNILLAVEDRHNYTKFFAWNWVEDSTLLSEPPSNPAVAELRSCPPMAESSTGLGHRLSFTNPYITRNSIRLVL
AMDNGALGVILPIATSGRKQSECAFQVVKLLDTGLYPREGYERYGYNSGISFPYSPGGCQETDGWHLFHYRWPDEHEDGP
SMSVCNAFTPQPPLPFLLKTYIDESQAKVVTLDSNFNVEVYTIPS*                                  
>Ccin_CC1G_10144                                                                
MLTLTTVTRSDEGRGSTGEQGINHPPNGTSCETITIQSVPASGPALQVTIADTEATTPSENPLAPSANIQEAVNIAAATA
EVGPMIWQATTVPAINYRHKVPRYPHSHFRRAQCHKCIRIHGVCTLCNQIHVAERESKFVTKIPYDVLEVIMINMNPAHL
FALARTCWHFRQAVALWLRNNTVRLVTRRGISNTARLLHAINRFRCMIAGPDMLGIWFPGLESRTGLHIFLSNNYRAKTE
IRAILSDNKFTRDDIQEALTDISPYKAKAIYPEFGTTVEYVEIWRKEGAMPCYLIMSKFADPMATVAELPNTLFMLGTDG
RDAVMMYPRYTLRLEGVSNYDYFGHEIIEECTHYSRYGFVVWDHDTFMPVTSHSTCGYHVDCLFTIRNSHDNQVLRTRLR
PADRIEKSIKPIQWPCPFSLWRLRCHDICNNHPFPYDVNANRPIYQCNSRVIKQQTNEAKDDATYKKKAHRNALNYKQRR
AI*                                                                             
>Ccin_CC1G_10239                                                                
MSPDVPKTTGQSSTGIATVQACPMNDLPNELLAFIFLCFLQASSSYPESLEEGTKSRKRFVDSLDHTFSSKILLTHVCAR
WRTIITHSPTLWQTLHFDASFYWTFQSDCNKIARSLTRHLQLSSDLPLHVRLTGWPCSFFSSLVPFWRLSNPINVGMHFK
NLIDSAKRWETLTMMDSHIHVLRVLRLLPTSFPKLKHLVIEHDGSSPVEVEGSVTIAIGLEVRQFLETFSMPVLESIRFD
GLPKFSELVPMPPLTVEGAVAKLTRLEIAHPADVPYVLYFLRSAVNLKSLKLELSSLDVPISSDNLVAPIRLDHLEHVDV
SLSSNSPSIYQFIKAIVGRLSLSRLEKFFVRTPPIGSPEEREQMTRLERHFLQIGVPVTMSV*                 
>Ccin_CC1G_10240                                                                
MPPFLPLELIEEILRHLTDPTVDGPALARCSLVSHDFRALAQKLLFTSISLNSLKWEGIRHLVDVLKISAPELAQYTKAL
QLGNPREIQEGRGEQVLTEGEQDDLIAELMGLLPNLRKLSFCAKFAKWESLGPGVREAIEALFNGCSTRQVETLELNSLF
LLPPTLFLFSTSLKTLIIGNATFDYSSPFSPKSFIEANAEESRVVLRLQHFQYRNPNIRNRLVALDPTIFSELKTLRMRL
HLDDSVQPEDTKFLLESCSNTLTTLDVEWSALAVAVMPGGRGYSYFPFDSYGSNSTVSALPNLQGLKNLTTLTLRTLSRC
SLRSVPPASHIQAGKYNFALIFDCLKTITPSCPLSTIELVISSILHSQTDHLDVGSGHSVVYPGAEQHWANLDTLLSNQE
LYPRLKKVIVDMAVNVGPGLASTRGREGGISNKDELRKAVATTNDLLPRLSKQIRVVQYVSIADETRADCEAA*      
>Ccin_CC1G_10553                                                                
MDTFPPEIIATILRFALIGSADDDDSGQAQSAAVDPLEMENYRLVCRRWNQTAVTTPHLWRGLKLDYGKLSPDILSFSLA
SFAETWFGRAGTNPPPLTLAIVETPNRASRLRCYLQPCIHQPEVLHIAKETLAIISNLRYSWAEWHFDSKQLWYSLEVLK
RVNGDPDATARGDQHLSTIESINDMISLHTLSLTSDGGWIGLSGFLPLSLRRLRLAEVYYRLPWKVMQLPQLQELIFEGP
IGSSLIFDFAAPQQLIQNHVLEKLVFSDIEASDLLLSLFSNTTLPNLRSIQIVNPRSLSTSVTEHNPDFTELMRQFYRRS
YRTEVPGDRLQVLLEATDRVRSDGRIPRILASLSGIGITHLFFANHHALIGSRKHVLMSLGQTVRKIVCREQGAYVDTQG
RNELQQMFQSFWTSMLRSLVSRRLPTDPSIVFCVPESNAAKAFFGSLEYPLGVEIHCRPAAELETIAKSGF*        
>Ccin_CC1G_10562                                                                
MDTPNPDPRLTPYTLNNDLLPEDLIPVLSSFLHALHEARLSIENPVALLPAGAKEKAQQHDTSTTGLVATESGPAVKKIQ
ALQAQYSVIRAPIRSLPTELIPTIFCWVLELKKHDHLDLYGRDYPETDPFTFNLLRRVCRTWNQVAISTSVLWRSLELDL



ERWVMDIENPNALSNFVETWFNRAGSGNPPLRLSILSAYSPLFSELSCEQKDIFISQMRSILTARRNWSEWYVDGCPAWM
AILNLGGLDGAFMGLNLEDDGPRPWDNLRRLSIDLSETSSWSREINGYGLFIRPSPLPKLESLCISYRLTYLWISAESNY
GAFLHYPTSLRSLHLCGSPYFLPASLANFPSLEELILEPRDSTSFGFCSEFLESEPVVLDGLKRLVLVGSAVDVHYLKRV
LPTLILPSLHLLRFVQVTHPAEPGLASNYMPPVDPREDSEDDVSGESAAVLVGRLLSQSQDDALTLSFEDSGMPWLAIRD
LLVDLNQSGSCNIRHLRVDNLSCGEGAEPAYSSISKIATLESIACRSDLDYGEHHFDWDAFFERDSSLPLPILHLSDAAC
DPGTRWYREWKQRKCSVEIQFHGKGELDSLFDYGIVGHQHEWALEFHRRKAERREAWRWHGM*                 
>Ccin_CC1G_10579                                                                
MAGSHYPPLPQGHPCLLPTESVFDASRAPIGGGRDVVQSLPQVSSRLIAGDDHSAMRGVPNEIIALFLRFALETAKQDRR
RQGHHFAETDPFLLNTLRLVCTSWNDIALSTPQLWRGLELNLDLWKPNHFSANLAHFADTWFNRAGERAPLRLHIVGQGT
PVLRKFESSNWASFSGQLLHILMGTDRNWVEWHFDSAPLHRACLRKGGLEYAWGFLGLGDVVPPWTNLKSLSLDLSDDDR
GPLHVRGYGLFWTPESLPALESLHVRSKPTTPVTLDTFPPHLRSLHLTDCLDLLPCALSNLPLLEELVVESTDPDAAVPA
FGLLSEDGLEPRALERLVFIGRGAAASLVDAVPSHFTFPFLKVLQLAGVSSGNAERELDGSLLGAALSRLLEKCESPEVT
VSLEDSGLSSGAMHALLDSLHSGSDDRSSCGVHLRLDCPVPYPTFYHTEEQRQSPSFPIKSVALRCAARHADLLSFLEGR
IFHIPTGMDSHHTKVFVPRLPELQRQGVAGSYQGLDIEHLNSVSLDALFTYDIFGHQYHLALDSFALSKDNVSPSSSDTA
SITV*                                                                           
>Ccin_CC1G_10581                                                                
MNSEERATDDVEELAWKLLSTLPRARLAAVQRRLNPLLQFDILGDLPIELALQVLSNLPYQSLLTCSLVCKRWQILANDQ
SLWKRLCRANGWAWRPTPRPQPFDQTLNMSNREWDQSDDEGMGDSDSDSEENMYINTLDDAKAELSMMYAELDSGFASTS
MTMSFVAPPAPSAIAPSFSNSSRLSNRSRGKQVRHSAPSMLNSVSPPRKPDYKLLHQTHIRLRNRFLNSSYRLSALQTRG
APASGHTNTIYCLQLYTDPDTGRQLLFTGSRDKTVRQWCLATGLVERVISNVHTSSVLSICVHNGYLASAGSDRQVALWD
LRANKLVKTITDHEDSVLCVRFDDHQLVSCSKDRSIRIYSFPDLTLRFILDEHRAAVNAVSISDSYIVSGSGDRSIRLWD
AKTGKLLRTFDNHHSRGIASIDFMPPIITSGSSDMHLRVFDISTLQGWSTSPEYDRAMTAASSNVAPFPLDGTAGSAGLS
SGFLCQSCGSEKNPRRPGSASGSNVNHHHQHGNLVRTVSLGDDFVVSGSYDLTIKVWDKNTGKLVADLAGGHTGRIFCID
FDCTKIVSCGEDQPFKSSPITQDGYIDLPILFSGTASQGKRILRYDGERLVVPRSPEVSPL*                  
>Ccin_CC1G_10631                                                                
MADVAARADTPPRPTHIVLRRRPAEGPESEADRDLGVIMLALEERNEACKNIEVVLQIDRTNIALISQLPAEIICEIFQC
LKATLEAYGSLTAWTTVTHVCRQWREIALDCPALWATLTDAIPPRWLEAMLIRSKTAPLSITFNHNPVTKPTPAVSVLAE
ALCETDRLREVSVSGGGLSKLLLPLKNPTPLLESVLIRVTPPSRIPQETSPLPEGFIQRVSPRLTHVDLYGWSPSFDSPV
FSSLTRLRIDVGPDINYYFNTTPKGLVPEGDIFRAISRMPGLVELSLALPSPVIKQSPSRARIEPIRLAHLKALSIKTTC
ESCAQRGID*                                                                      
>Ccin_CC1G_10637                                                                
MSGPQMCAQPHQGKKTITSQNMALQVRREVDDQLAVLLSQRHALDLRIYELKIRRSQLTAVSRLPDGVLRRVFRLLRRSA
EERPPSTRDVYNDFRQDWHAKMKSWIVVTHVCRRWRLIALECASLWSTWSHFCGPSWLATAISRSKNVPITLEIDFAHFV
DLHLSTFRTLYRDRRGTIVGADAKILELLEETFSQGYLLERITLRGEGQQLETLLSQMAMSHSLSRLAHVKIFESEIPFP
RYGLPTGPIISSSFGEHAPHLQTLFLIGYVPDWKALQTFRGLTSLTIGTRSVRWGAPQLALSIGHIVDALTALSRLTELS
LELSTAPRVTTVPAERNQYPASLGLLQKFVLSGDCVACARLLAHLRLPVALIFTMVVSKADSITMAALCAALTECWFLQP
LSKQLSLSRYHTKFPFHHVVLGSPQMCCGDDKDGNDVSVFSFSFRSCDVPETPRFNLTASTALNRTDSISLICEVLTVAP
LGKMTRLDVVERPGQGLPSTPTDPPPSLAPVWRLLAARRLPRLQLINLDQGQWQSEPWNILHQGHPRHEADSRHSANETR
TRLYFPSLRTIVMIDHNFSSIPPSVISRRLLAIKKALEYRMKMGKRLWKLGIERCPGLFFLRDLEELGRFVDAIDLDGQP
FVGSPLSDLD*                                                                     
>Ccin_CC1G_10639                                                                
MLRETENLESLEAQVAALESQKIDLDREIHVLNVRRNGFVPISRLPTEILCNIFMLVRHRAEHSRKQERDPFGYWRKHKK
LKAWTVITHVCHRWRNIALDCPALWSTWSHAWGPSWFEAVVDRSRDALITLELDFQWFSTIGKCISHSGDTGSAAMRTIM
FVLERAFQRQYRFERVALRGRAAYLKTLLSQMANSTAYLTYLAVWHPPSPWEHSDVIVPSDFPIERAPLLKTLTLVGYPP
GYWDAPDVFNQLTDLKVDLRHSRHLPILLDNMLKTLSGIPGLTKLDLTFPTNSQTLSKNKTQSPIELRNLKSLRISANCT
ATGRILGHLRLPASLELKLEAYRTDEASLSVLCAALTDSWFSCPLPQPSSSRSAFQFPVQYLRLRTPRLPDNPFIYSSDS
SEDEDEATGIYVHNVPANPGEPQFHITITAVSRERWNIAFIHRLLSALPLHDLQTLHVSDRESRKRATWDWLASHPQISQ
IEELIIDKAKRQVAPFKLLKEGLSASAGDGSGARAQPHFPQLQTLQIHDIEFDDLGSNTISLRLLKKALSVRNTVGKRIK
KLVIEDCSEIYPSDAEGLKLLVDEFEWDGQEFDFGSTDSDSETDTDTDVDSDALEDSLD*                    
>Ccin_CC1G_10642                                                                
MSLDPEASRDLLDQKIGHLRIQKALLQEQIRQLCEDRNGLSPVSRVPDEILCEIFMLCAQIWRERPKGPKPWIAVTHVSR
RWRTVALNYPNFWSTIYDPDRMGPSWLSTWLKRSQETPLTIEIPDLYYTGRPRLPEVQAELCRALKQTWRLREVDIAGRG
DQIDVFLATMASPTPLLKKLRIVNGSAHVDVFPETFLNGDASNVQELILFNGSLPRDPSLFMNVTELTLYYRTNAGPGAS
IRESLLALGKLPSLSALTLELPPTTFDSAMLVPLPQTIELASIAFLDVTATKSACTALLQSIRIPCQGIDLRTHITDTMD
ESSFAAYASAFSSVWLPPIAGSGRALLLNPPIVILQQGDYGDALFVKAHTEEDYFSLWLEDLDPIPTLSTLFPDADTHSL
VLRGKFPVEINPFFDSFPKAEELDLRGQTDAISLLTYLEGDQALSARRTNQQQCHLTRLPCLTRIVVRNVDLGGEYANGV
CIFDELLDVLEARARIVAQAGIQRIDFDWQCLSLDEPWMGRLREIVENVTVGEVEDCLYVDDESDDDDED*         
>Ccin_CC1G_10755                                                                
MSSDIQFAVGPDLAPPISQLPDEILCKIFSDAQEYDIFSRSSEMVRKFRSWLAVTHVCVRWRNAALACSALWGRLITNAA
GPEWLKAMTERSKQCSISVRIDADVLEHEKAIRGMLLRPSRLRALRMYGGTASLQQALALLKVPATQLEELNIAFPSLMT
PGKSIFPDNFLANHAPKLQRLTLTNCDFPWHPSPRFDNLTTLNITHYANSLHPPPLSRLQVLLDALAEMPNLVELNLQQF
AVHRARAQIQPKFDARPQRQAGGSRASSVRPISPA*                                            



>Ccin_CC1G_10867                                                                
MSTSPPILKIPTEVLACIIEGTLWHPKLRGRSDCKALADLQLVCRKWRDVIQLHMPRLWQGLCLNYTKRFPSVEILNEWF
DRGGTSPLLQLVISAGSRFRTAADELPVGFPSFVASRRWKRLELDGLPGTVSCEVLGAALQEHQMGRGNLWASVREFAAS
IGHVDDRIDLTSMATVLPALECLRITAWTMSSRQAQNLTHPSLVSITLFRCKASSSAFASVFSENSLPCLQEVIIDSCNR
IATTPFHPPEIRVNRSVERLVIVQGQSIYALGKITFPNLKFLRLEDTETPIPGNSHERQHCLYAFARRSCRNVHTLTLED
ADQRVEDDAFLIAMSPSLRCLAVRNGDPFSLIDPAENPLATLSEIFMRDSPLSQGQNYLPDLNHAPPSSPLVNHVVKYFS
RRWQTSSDDHRPSTVTITSRKPAISRLVLDRAARQMYAEVNRQDLLKAGVEVVDDHDHWNNPFGSWSATLARRVNGSGY*
>Ccin_CC1G_11008                                                                
MSPLLKLPLELKLHICLYLDAEAIVAIRQTCKELYTLEKSFYDTIWTNCVDRLCEAHELFAPTFKWRPMSPKGREAIARR
IDMMEPILEKAWQGPSDSDHCQAPPPSDAVDLLSRVDNPDEDISFEFIELLPGGRILLLFSANFLYVWDLAPYLDHLATP
IERRVLLPWNYAPDTLVLPALGPDKTSVRFMITLEPFHGELQPLYAGWDVERLRIFQVMELCFVDDGDLHLGKIGRTLPV
FYPFSEMDADFDEGYLKDREVTEDYVLFRIRRRILAWSFKESTYAVWDLVGSGGDSERIRFQISMAGDSVLVFEDGELTV
YEMPPLIPVPAGGQVVDFTQLGPTPIARRISVPLPKHSLVCDGKCEAWRGSAGYLTPPYYYVHHIDVAKACAKTAWYRVD
VDFSSSPPVQVTELEWDVSRDLDGKERIWAFNRPFKGKLVATSVWGLPLQPDGEGVMQSLGGPQSASVYIAVTAPSTSEE
LSSQPPESKSPTTVTKGSGLPVPPRESTLFHMADVQDIDGDWDHEVNCDFCPLSGILVVTSRRYRGSQVLPAKRIQVFDF
VRPRLR*                                                                         
>Ccin_CC1G_11069                                                                
MPTLNWIKNLLPLGPPDAQKMITKAYQNRLRNESLPIYKLPPEVLVKIFFFCREISWEPVDSVDEVKQGELLNTNNPDRA
TVESLAKYTWRWPKVAHVSHHWRAVAIGCPTLWSEFHWFDFAHTGWMEEKLARTQAVPVSLQIPYCLHYKLAAILFVAAH
RMKSLDIQFVCERGDKFAEEVKVYSEGMPMDVLESLEICGYNATDDTDDYALPADFLDVSTPNLRSLKSYCALPWDASLL
QVGSLTSLDMSSTHSPTAEQVFNIFKAAPKLTYVKLSSRLPAYDAFALYSRTSHERISLPHLEYFEVETSHLESCSGLFK
NIIIPRSATVIVRTDEAITSATRENPIKSIYASWVEANILPEVLQFVKALRSAWFATIDNATYKWLEFSLEASEWSQEYF
EQPVFLDNNAEQLVKVIWLACEASLEEWEWKNECKRWVPPMTMTMKLV*                               
>Ccin_CC1G_11082                                                                
MPSLRWPRKVIPSGPLSQMLINAKVRRRRSKNEKLPVYQLPVEILSYIFFICRQISWEPVESIEDIREHDLLNTNDPRNA
TRDLARIVWDWTIVTLVSHRWREVALSCPGLWSDFHWFEFQDLFSLHEKLRRSHCVPLSMQVPLDVPLKVATGIFTLASR
LKELELQLLLSDGDDFVNCVQRYIRGFTMERLQSFVITGYRTDNPVDPYTLPANFLQGATPILSRLKARGILGWNASLLR
VGSLTSLELNVVHAPTAEELFDVLKALTNLKELKLNTPLPGYDKLLFYSRASHERVSLPSLELFELETDHWRPSTGLLRN
ITLPPSVVVSLCTTSTAITSTTDFNDNVPSIYQPDADNVILPEVTEFVKALRAAWLISVPASNPLLLDLRAFGWTSAFKK
MVSLENSACQLRDVIWEACVSSLTDSEFGRDFKRWIPPVEITMKVAR*                                
>Ccin_CC1G_11109                                                                
MSRQLAQPRPPILSLPVEIFHNIIALANSHPSGISIFEVIKYMQVCRYFYNVLQRTPTLWTHVACVVSSPDHVGRFLGGV
DQAVANSRNLPLTLRLCIAAQISNDQFSSILRRIASCGSRWEHLGVQFAGSHDPSHAERWFPHLWEMAQAVGLPNQFINV
RSLCFDTFMGSTRAVLVQYSADNWNLPQLFPNLRKAMVLSSELSHHLTSTYRLPDQLSQSLEELSLKSVFHNTSLVMVRD
ILARAPHLKKLSLNVYDNSTFVTSAARPSTALRHTFLEELDLEGDADFIPNQIRSIICPSLVSLRLSNECQDEFLYQGDF
VGELLALVGWPACELQSLVLDYVTCLSNESMVRLFAGLPHLNAVKISITTDPGIDERFFAMLWQRSGNGSFLPRLESFEF
EVWTTFGHEDYELFSVQSFANFVEDPQRKGSGPFAHLRAAKFTLDGDTVYSSGGIHFPVI*                   
>Ccin_CC1G_11110                                                                
MSQQLAPRIAPILSLPVEVFLNIISLATVTVFDVIKYTQVSRRFNDVLRGDPTLWTKVYFLISNSGQVERLLRGIDLAVS
NSGSLPLGLLLEIAAVLADDQLNSILGRIVSSSSRWDNVLLDVSDSNGLFRAVSWASHLAPARSPTPFTNMQCFAINVSG
AAPDHGGEGPITNVPVPSFYNLDDWNLPQLFPNLRVVVLTGLDFASGHQLPAQFAITSLEEIHLDGVFNEAPPLMVKEIL
ARAVNLKHLNLGTCDCSTFNAPGVPTSNSTPFRHHSLQILEIDAGIHFIGNQIRTLTLPSLGTLFLGSKGKDGVYAGDFV
GDFLEMIGRSGCELKYLELDCITCLSNEDMVRLFSGLPHLTWIRICITGTDIDERLFTMPLQRSTNGSILPRLEFLEVWT
EGSGTFPTQSFINFVQDPRRMGGGPFAYLRAASLKFARSVAYSRP*                                  
>Ccin_CC1G_11275                                                                
MPELHDTSLAPYAISNDVPPMHLHLSAKAHLKKLEGDLHMARKRVEELKEALARAQDDVLAAEARVQPYRQLTSPVRWLP
HELIARILFFTLDPFPWFPTREWIRLRLVCKKWKAVVDSSPELWRTLYLSVWLEDSCTSTMRILQRWFSHAGDQSLGLKI
DLPEQYLHTEDWGELAAFLRSKRWKQLGLRGTSPEILEAAFPDSYDSSALETLEVIWVGQHGKLNADHPVYLQFPSFLQR
FSQLKQLSIEWRRSKPPPEVPQFPCLTFLSLGGRVPKDYARRFLQAQPSLKEAVIGLGNMDSDSTSDEDADTPVGIKRLT
LTTREWELNYMPHLEELFLQQRWYPRLASFNPRSPYSLSNLTKLRHVDLRRAGDLTPERTALLVSHLPPWVRVLLVGYVD
FLPLITRRMAARGFAGRQLDIVYDYWSLYESVSGCQWSYILKHLVKVFVKKRPGRAREAFRGRDLVIWIPLELWERFLQP
AEMCSVCGHLGCGYRELWKERLDQLRSVNVRIEVTLGPRPEHHVERPGRIFSLWG*                        
>Ccin_CC1G_11277                                                                
MAANGDLEQPALTTCNLAIDNLGGNASGSLLALPTELLFAILRQLDFTSLCSVEQTCWLLNSIASSIFLGRIGMRRKVVD
GRVFDNISGGRERKGGGKSETRGSSSKSAAQIFTPKETLPILRTAFSITNLNSIRFRFSYTSLPYHIEEVKDLTALVRRQ
TCARVLDSLELDFGELDRWFMGRAPEPDDQRWKEEWVWAFTHFLTVIGSLESEEHPGSRCRSFKIVGGEELVRYFEEFEK
LQKGWEEEAELAGVVIQNVAPTSRKLSIRRQELNHLPKAVNPAHIFDAAHDVSPTFDEPTSHQTRDKRPKPRRSSIHKLG
KWVRSHLHANSGQQPRGTNSTVSPREDPPLTSLAGLEERHVSRQLNHPEPHRPHPSGEVSPALDHYPHSQASNMQRIDLH
SDLMFFPAILPYTITLLQSSDRLDSLEVQVARPPKHPDFWLSFLSSCSFPNLRAFSVTSSFKVQPDSSPKGTCRGFMQSR
EPQPDPHASTPGIPPQALTPFLIRHPSIETLRVDGPLNPLASKFASPERGQSDLPILPNLRSITAHPLYVSWVVNPQRVQ
ALGNGGTMSDPLKEITILTQDYQNLSVGHWMMDDVFRCLGGHLREKRRTEESHGTGARSSDGISLGIKFTTYNGLDSWIR
SHVSVGMENGFVGKLNDGVTDAQITVMAPTPSRSHPRTSKPRPVVSPSSTSLSKEGQYTALRLPPPPAPRSSRRIRSKVP



PSNPNPFVASDETHHITSNALETNHQLTAVTSLKIQSFFCPSLPFQDDRFNLLVDFMGLFGVGLKSVEIGGLDLDGRSKG
ERSGHPSRYYATGEEAEGRVGEELNLEKVVVERVRRACRGVERIVVNGKALEF*                          
>Ccin_CC1G_11402                                                                
MSDVTPTKRASLPLPAELLGLIFTFATAGYEIEDFIDLALVCKEFRDVLFTTPALWTNLSVVYGEKTPLGKLSTQLKTLF
ERSKNLPVQLSLHHDGPKLHSRMDLLTGFLVDELPPRVESLALSVSYEAVSFTLLELMGSNTDWMSDFLGMAGTKPFESL
STLRLHSHSGPLRIQPDTFQKGFPNLKRLDLRALDFYQTDPVEGLVVSNEWPTVDLTGLQKLNVLFPVMGSISSSTPTVL
LPSILSQAPELQSLNVYLSPGPRTPPPPTLTHKQLGRLGLKGTLKGMICQLSTVILPGLRSLRLERFNSLNIIECSYGDG
NLERSIASTIIKLAEASKCQLEDIVLVHIMLSEEEIEELVHSLLSLVSLTIVTRRWDYTIEVRRVLGPVNPDAGESDDLC
FPFNF*                                                                          
>Ccin_CC1G_11649                                                                
MNANIDFDITDILTDAQGQIPQDHLDNLLARQAEARHALEDQMRKAQAMLATLRKRRDEHVKTYKEVSGQAKRLKEEAFK
LLLEEKEDLDRKIEARQNARKVDAGQSIPDADGSGGKSGSDKVLKFLIARRHDVQAHIDSLTNPGFHRLPPEILQQIFLH
VTFSPIRRTKSPETFSVGESYSPTPISASYHGAPLVLTRVSRTWRSLAIGMPELWSSISVRVTEEIGSEGKCRPPLPVLE
EWIKRSGTRPLVFEILQSAADRVDSLTASPSIEPVPDFEGLAESSMFEKALKLFLPHYARWQAARFRTMVESDEGLFRDL
PSDASYPLLQDLHIDRDMWDPLSSPTDVERIVAMLCNSPRLVSIRWGSRWIGPFAQELPFGQLHSFRLQPIISSQRFRDI
LTESPQLRSLVVRVYLGVTSDNDPENPDAAPAQPLHLPNLVELKLAYEGLEINLKTFLATTTMPNLTSLTLNAETIGIGT
HLWPEQEFLSFVHRSGCQLEYLVLHNFDFNEDQVLEVLKVVSKTLCYLSIQNDRQVSGFMKDKVLKALEVPYDDHTNALL
PADIDPSPSTTITLPEILCPKLEYLNLWNTIGSTDGAVSDMVASRRHFAHPLGVARLSIVIVTFSDLNEHRRDIEMFDTL
NEEGQWGITYIAT*                                                                  
>Ccin_CC1G_11700                                                                
MPQTFLLQSTFIPAYKSPGKRVPRFTTVPSYFGVRAFFVMSTPLTLSTLNNDILVEILGFLAPEDIARARQVCRSLMIAA
QQGTVWRSVYQRSRLLLPDGPYSHHQPRDLERLLIRSSQLYKTWGPNPSQGQRINSRLTYPRELPTYSFDAQVISGRYLQ
LAEDGVISWYDLDGDCTAPLLVFDCPYIATIPGFLKFQTNAQGEGEDSVWVTFIRSYPMDIVVLKVKFGSQPTVTLEATL
PAASVVEVQLANDYVLPVKEFHSRDEPLELFHIPSKGVYHVPRHASVQRVYDLGHITYLFSPNHLFALYPHKSDTHIEAY
RLPSAEDSIADHTVLQTHSGVYPHLMSRTCVFQRAPNDPPSTPQSMPYDDEVTFLSVVCASAPFQSRARTPELNLHLLDA
KLLPSGKIDFAKRCSEHVPVGSFTPTTLVSTSRSGSGFAIIHAPHSLTSVYYIQHQDGMQPSIVQHALKIPTGLQDGHLL
AFDGYRGRVCWINGWHDEWSQIDVVDYVA*                                                  
>Ccin_CC1G_11725                                                                
MNRDLSTEQRRVVPTTISWNTQSTHAQVLPLNTGITSVANVPSKILASIFHAYRALVSRISEFVTVSHVCRTWRTAALED
ASLWGYLDTIMGEQWLRESVERSKQAPLSIDLELSAEMAEPFKDLLPHIWKPSRLRCVRLTGDLAFLHPLAVLHPLDTNI
MSPPQPIPFPLLETLILWSSLTLPTSLVSDSSDMSLTPRLFPQLRALEVVRAGWYPRFTSPFPNLRRLKLACDIEIDISY
LLDILPKLPQLVDLDLEFNDLQSMQHGHDTPASVLRLPTLKSLKLTSSCHGCASFLVNLRLPTCLKVHIDCRAYDYDLSD
LVGVINALSSSWWSTPPDCSPAQLPTCPINQVTLSYPWFQPDLKLAGFSDNGQTSFTLDVTLPEFGSQFDDIPGYDQNLV
LGAISTIFEYLDIEHLELEGELARQGEAEDTFADILTSFDTGYPCIQSITIKSSFLRDFLAFLKDEIGEQQVPFTRDEAA
ELYMRYPTFELLTLEGLEGASVADTEFIEMFAGRMLCNRHIIERGFHDLSEVAEDDT*                      
>Ccin_CC1G_11727                                                                
MERLSNVEREAAYQRLDAQIFALERQILELKRKRNELAYISRLPPELMASIFKQYRHSTTGIRWIKGTTHVCRLWRQIAL
DCPPLWSHMGTSMKSDCLEAMLDRSKQSALRIDVRVTTRLPPAPVVEALKQPSRLREVRLQGPPILLSKLVAPWSGPMPA
LKSLHVRASDEAHFPIFPTQFTRDTFPRLGILDVVGCGPMFRFDSSFVGLTRLRITSELPPDGRILDALSNMTGLVELDL
ELPFSEMDMTFSSTVSTPVALSSLQTLVLKGSCRGCADLLANLRLPMPLGMTIDCEGDNERAVSSLYSALASSWWSNPVV
RSIHPKPRPMRLFDRLSVLGDYPTEIELSGSSHCTRNFFDFTFSLSPGQQPSTLSRLVRRIMSILDFVGPRTLEMRGEIG
PDLENYRYFLTRRHATSLESVTTDDPFARYFITYLKTDPTLRSPYGDAQGDQQLYLPNLKTLRFDNVWFDDDYPPLRAES
LIDLLERRLGVGGKRLDVLGFRYCHAMQVSEVEALRGMVEEVEWFGPAPDSDDED*                        
>Ccin_CC1G_11731                                                                
MQDDLAPIPWHPLLKAGRQLSSWFFSNPPRALPLPHAMCPPEQYSDSSPDYSPEGPVPMELDGAPSPTSQLHINALPVEL
LCEIFALYTHAFNDGNPVAPDEDTRTRRRRKRDTPRRFGRVSTHKNSSTNPIQLGHVCGYWRTLSLSMPILWSTIYVSSP
NRSDIPIFATWIERSGSSPLHLKIAHSEGNCPGDAFSEIFHLAFNQQHRWAHIAMCLGAGAEDPLRALQEESSFPAFPAL
KSVDIHLKDWTPAGTSRLHAWLGTAPNLQKVLLRNLWSINHMLSSYPWDRLVDVELAYLDSTQLGDVLSTCRNISSLAIH
DIVGPLESLSEPITFPQLHRLMIGGAGGADISVLLDHLELPSLKCLQLPRGFGFDYQPEQASQRLLQLLHRSECKLESLL
ISRLDEDFVTDLLASQPMNGLKHLTVHSKTSGSILKALSSPSRFLPGLSHLVLTNLDSHEGELLEMVQSRAANLADAKFH
HVEVAFIKSSHSVPYEIHWSQCYPSNSSVV*                                                 
>Ccin_CC1G_12008                                                                
MSLLQDVLRSHTSDALQRHLDSINISGRPPPTDNDHNHDSDGDDFINVVSLPNSPGATRPSSPTRNSSKPIKGPLLLSNA
RKDPLRRFPTEVSQRIFKHLSISDLAHCSRVSKKWNRSQTLNYVWFQHYRKENFHDESLPPGKWTRRESKQNWRLLYIKT
LKDREPPTTFSRASMQTSPLQSGQQTPRERREEQWRQEAAAVSKPGKLEMREMYKELGGRKARGKTKLGSQGATRDKGGW
NDSEDW*                                                                         
>Ccin_CC1G_12127                                                                
MSTKERLPPEIICTILDILGSEGNPAHGLDIYGALSCRPRFERSWNAILNAALVCRDWRLYLLPKIFSPITPPQIETMAR
LEGLDAILQDNDSLAACITSLHLDMYPYRTRVMPSKEERSACERTIVSILLKLADHLLDLEITDLCLFSPKLPSDNVPKT
CRDIIARGRLRSFTTHSLQDIHFIANLLSILPSTLSYVVLHSSALRLATATTHSSTISNRARNCILPNATTILVQVSYEH
MTQERQDGPREILAQREALRTCAPKLYRLVLRQIHSNVEPERCPPICYSDRITHLDILMSIDGDKPLEDSAYHDPDDRVN
IETTLALGDGLSNLQQLTLVLQRTDTEEMDKMLALFDVEPTPRPPEPLGFDELQRILQACTDWERLDRLLPPHRFPKLSK



LVVDIKTFGFDSASAAEYEGWLTETMIGLRSRSIRISVAF*                                       
>Ccin_CC1G_12153                                                                
MPKFTTSEITAALTIKPALLSSFTVPDQITIAQSLAHLELLRCLENEPQGRHWITPKNGGHVYEYVDVPGAIEYHTSLTK
GRAVRALPNEVLAQIFSYVEKEDVDGVRAPYKNYSLVCKKWYTFVRSHAPLWNRLKIDVGRMNVKHSLLKSALLSSKNTK
LEVTLETSPTPRTTPMSVEELRWVPVLCKSRERWTSLCVTGTVIKRLTGLRILGPDVTLPNVHELTFISGEYRSEGTTPR
AIRRPPRSTINYRVDRLIGKLPLCTTVHVVGTCGVQRTITSDLLADSVTSLSFNAGPQGWVVQMPYIVDYLRRGASRLER
VVLGGNETLPGSFHPRIVEPQQDIRVNSSSIPIITMAKLRVLELSMPNSTPYLRFIRTPALEELTLTFGDPYFTAQFGPS
ANGGDALLPWILQNLQVDSERDFVVKKLVIKGLEEGAITTGLLTALLGFDRVEKLELVLTPPKISQPESEATGPSDGPHP
ATTSIIPLPEEVAPDNTNFEAIFSKLRTYAVTNFSTDPVRKGPWFFYLPKLAELDVSFETEPSADLLAFVNQQAYMVASM
RGSGVQVRVCGRAVR*                                                                
>Ccin_CC1G_12302                                                                
MDWTPADTQKLLDRFRQGGQVSDSERQSFPTALHALSQKLEELKREVHLLELGTNLLKSAQSPFRRIPPEILCRILAHVC
ATEGMVVAPSHRSRRAPPWNIGAVCKHWRDVVYSTPGLWTRLTIQSAELVMYGKRHSGSLPPKFMDSLLAGSLPLFVDIQ
PVVYVEAGGREARPEFGLRHTMYRQLATLLRRWSGEIMGTLLRECCLSAGVDKNSSLPLPMIDKLSDLRTEIVDTFREMN
VTLEMPKLRHVVVGDMENSGTWHEPEDMFEFPPAARWCWDFLGTHASSLRTLEFVDWGRVLEVFSFIAECPSDKYFLANI
EQIGFSSWAYGAVLRPRSEQNLREEEVPATLFPRVRHVWMTGKASHVTGYLMRIQAPSIKSLKITVADDEEIVPALSTFL
RNSRCHETLQSLYLKGVNPQVTIQMLSQLPNLRELVLPELPLEVESALEAATDLAPKLGRLDIVPKKNGPGGSRPVEPDR
LVKLLASRHDGRRVYSFVSYNRTWAFVEGCNVSGFPKDEFVWKAEPVDAFRF*                           
>Ccin_CC1G_12303                                                                
MATRPDSSSDIHGKTNALLPSNDGIATQPLPYEILENIFDSLGYIQLHLAFSDIEHTNSIVRVCRSWRYVLDTSPHLWAR
VVIDFGILEATREEERVSRSKFSRFLARCFERSKDALLLVDIQGHREPPHPKSMEAWRGLFELIFKERHRLTGALDSYCV
RTLFPSRTDDGDCSFPLVTSLRANWMDFLLGFPSVALPALHTLWLDDLPRYMERFNHLHHGTFEDTIAFMDKYKHQIQTL
VVSIQHGRDSLVSNCSDVAVFLMEWGEVVKDPALKRLCIDIKRRSTSQHISVEHWERPGSSIFPTIEELEITGQPSTITS
FLTWMDLPHLRRLDLTINPSGTWSRDRWLEGEWAELGPALVAFARRKSSRQSLRSIVICNTKYLTVNSSTMIPFLEEIGP
LPELRDLHLLPHPDLKVQPASNLEEGAAVVTRQLFPKLAHVTIF*                                   
>Ccin_CC1G_12432                                                                
MASKSMEAVQSEKNMAAIAALDHHISEWQVQLSGLQSTRNNLVRIARLPDEILAVIFLFVAAGTGCVTKWARVTWVCRRW
RNAALRCPELWSQLNDRTPHPWIDVMVSRSQKALLSVRIDYYHRERSRIPRSKLRKVLKQTDRLQRVFLSCHPDDLPVLF
KSLGSPAPRLESVTVKSAIHCLSIPASFNIPSNFLGGSAPKLTELVCIGCIPTLEPGTFNFTSLTTLHLEVSAIPLQPPI
NPRLECLPSVYRLQVALSKTPALVNLVIKIPDFSGDPANVPTANIAPRSISLPHLNHFEMESPCHGIAAVISKLKLPASL
SLILRCTDVDEDSVQALSTALNSAWVSLPLSPPQSSPPQLPLEQLDVTQWTRRVLHLGGAAFHSVPGQPNIVASFSISYV
IPREQGGPGFEGLRMWTPALTRVALAPWPLTQVESLSVSSRTLGLTATGVFKEVFSKPFPSVTSIEAELDAVRQLHDYLS
SDPGLPLSTSAVPQTPGSVVSEGQQQGLSFPQLKELTFTKILTLDYERVIELKDVLLSRAQCGSSLETLHISQCPGFPRE
VVNAFKTVVPCVLFT*                                                                
>Ccin_CC1G_12564                                                                
MQLDPFHLIQPITQWASPQNPIPHTPLDTPNSANSSPISSLPPEILAEIFLLALPADQFPSPSPSAAPLNILNVCSLWRQ
VAKATPALWSALHLSYQSADDDVAPTELWLSHSGNMPLSLSLSIDFDEKPHQAIIDVFTKRSARWKNVRLEFRHLQCPPM
DISTFNVKPITGLLATAPHLKELTWVDDLADAETLHSLPLPRLSRLSLSMDYGSLDYLKLLNLCSNLEHIRITRPFPEIQ
PPQPPLVLTKLTSLNIAHDLTGLLDHLILPSLKHVRVHMDSGVPEHLNGRYSRAILALPSAAANGTLGMLSWDPTSLLNL
VERSSCAIETLWVHAPMKESDLTKCLEASSRTLKSLTLSGGLVLGDTIIRSLTPRRVLASVHSTSSLEGDPDKWGCLCPS
LSELVLDTPLPSTSSLVEMVQGRLGVTLPLANWNSASLIPSVTIAAATPQLHIASLGRLKVHYPSGHRDIDCLRELSSVA
NSENAGSFDLSIVESRTGNVRGSSAGRTRSFMYRRKACASR*                                      
>Ccin_CC1G_12600                                                                
MNTLPSELLEFIFEEFTESFDDDPKTLASCSLVSRAFCAAAQPLLFRSISLKRAEQTQRFATAVTNNCDHLALHVHNVEI
WPPTYAGDFPPYDALARIELPNLVKLVLGAPDHCLLFGTNQRWNEFPIAMQNWILDVCNGKRTARIQTLRIECYLDIPPS
ILQTGPSLKNLTLIRTRFEPGKLRELSALASRDGDPAGANLCRPRLLGFSESQRDLLSLDAKIFSQIEEIIIDVKSDGLE
DRRTTNDMLQASASTPRQVASILVNPFHLTFNSSALHDLGSLKNLTSLMFITERAFSSTHISAIANTLSTLQPGIPLKAL
GILLDGYSQLGDPYGRLKNIPFMAPLGVGDAIAWKKLDVSISSLAHSLRSTLSEVFIDFQVRLRLPDTFEGDEQQSQGWN
EHCGEVREMFIAPVELLPQASKSEIFHFEFRVLKA*                                            
>Ccin_CC1G_12601                                                                
MSSFNDPEISMDTLPSELLEHIVEEFTVDPKHDHQTLAKCSLVSRAFRAAAQPRLFRSISLKTQDENTQKLITALSDSPD
RLALHVSRLEMTPSTFKSCTVCTVSGGRWVPGCLDNLPACRTWARVKLPNLVHLVLECGLGGGSCLSDRWGHFPVAIQNW
ILDICTGKTEARLQSLDIEYLRNLPPSILQTGPTLKQLLFTDAAFDPEKLRDLRGAAESNDSDHGWTNLCRPKRYCQRSK
SSSLKLDAIPDDPQDLRTTNDVLKASANSVKTVELGIHASFDPAVTPEPYNLSGMRNLAYLIFDTKNSFSWRHISAISST
LDTLNAGIPLKHLKLRFADDYLLDPYGGSRPVMFLAPLKAEVARAWKNLDGAISSLTRRCQSTFSEVYVGFPVGSRLSNS
TNSGEWVKRRREIQEKFVPSTELLPETSKIKRILFEFRVTD*                                      
>Ccin_CC1G_12845                                                                
MDVIPDDVLRVIFNEYVQSKYGRGSFPFPGYEIAPKVAQYDIINSNTPFRLGRVCSRWRALTEDTPQLWTAICIPSAKRP
GMLELFELWLKRSGKMPITLILNLMDGEWKDFQKSIVEQAFKESERWQRVNLQLGGGPTQLESIPWQNAKTPELEFITLR
LPGWTSKSVGEFLDALGSNSKIRGVEFNGYFPVPQPVRIPDVNLKVLRLHGFKCYEIYSYLGSSHAALEELAVDDIYCCV
FPYTAHPRMPFQIRINTLKTLSIRVTAGLPQYLPDIVAPNLENLYLDVVERNEQHLGQFWTILQIFGKHSNCKLKSFRFP
GGFEHQVTGASWSLPMFSQLRDLEIRAPVGLSTLEHLTFTKERKLLPELERLVITDCRATNGVLANMIKSRTSKLRDVLK



PGEKLEPKLKVVDVKYANDGWRNCPQEFALVDRIKGLKLDIAH*                                    
>Ccin_CC1G_12870                                                                
MAEPAGRDTAPPTPVQHREASLGPKEVASESQTPSASHKNLTLHVPDDILQKIFIFYLLHPPFRSFTQPHAQRKHLICSG
HQPLSPIDLALVCSAWKDLVDHTPQLWSRVNIQGRLLPQHLAALSTWLTNSRNHDLSFDLEFAEFHGRRTTHDEYTPNKD
MEFSVLIGIMDELSKHSTRVKTFNVTLYGGLTNERAVYPPIFESLVAKGVEWSRLEEIGIKVDTWKPTGLPISGMVEEML
QRAPKLTSVIIPKLTPYGLEKFKTRYPFPEYPWYWLQEMTIHGITVPDLLTILPDLFELRVLKASISDGTDDDTPRSQIV
HVPSLHSLFIYEYDIDSSRSSVALFRSISLRSLKNLSAVIKGSQRRLSTGEVYGSICECLERSQAKLESLTLGDHLTLGA
ANVEQTLIQFTSQPIIKNNLRKLTLLNRIVTRKFIDALTFSDPSAPVLLPKLEHLILSRWSVGSPTARGILMNMAITRSQ
VAPLKTLKVIFGEVAAVVPDAERLKYHESRLENLEVFFEHDSSVMDLGAYRASLWLQ*                      
>Ccin_CC1G_13020                                                                
MYSQVLLTAFEIVGNLVQRSLASYRESRNPKHSRLLGLPYELLIDIATNLEWKDILQIRQTCRTLNRVSRERPVWLALLY
RYYETKFPRPFFLPKPLHFCSASDLERRITWWWKGVEGLMEPVEIRKFQVVGLENEESSTITEGPLPGGRYFLYTLEDGR
VGYIDSEQPHPEFTELIPCPSIPHLCQGSYVATRLAIDVLSQQEYAPDLQSVAPLSDQLFLSSFNLALLRRASETPILCE
VWRITARIEEGEVVGYFADLLNSFLEDSTVRLTGPCALYGKNLAFNVTYPAKVVTIVD*                     
>Ccin_CC1G_13249                                                                
MSEPPSADDALSILLNSPFKSRLNTNYAPSPSEIAQINHLLSDPVASLSSLEREIHDAWAALHVLLVQRQNLKREVDAHR
ALLTPIRRIPDELLQLVFEHTLPDGHLPVCSTRASPLVLTLVSREWRKLALRTPRLWNRVHIAIPFAAKEQEEGEGEGLG
LGVGQREVTRRVVDGIEQGWVRWAGKLPLEFSLCWPRGAKRHSPLERTFPKMVMEYHTRLSSLHLDLPDSLLDYVLRFQG
SDLPHLRRVSLHLKVDPGKPARGGRAAGGALWTAERLESVGWYHVDSDVLGLPLRWEQVREVEVEGTGQTPLSFVSVRDA
RALMDAAPRLERLVLQLTQYEEKRFQRRRPATLNDDDGEGGDGVGEVGAEGERTTSEAEEQQAEEELMNKTIWMRHLEYL
ALFDIQWSLEDQDIPRFFSSKLQTPNLKTLVYRSTPLLREFHEVMLGISREDDPQPARTSDSNPGSTTTVASVGPRKRPM
TNENDNQNLHRTPLLMFLQTQLEPLRLTSFTIHAESMPSEDALMRCLECMEALRVLEVVDAFRVLEVVGGDRGVGYGVGS
LSGGHDGGAGFGDGSGIEEERDGDGDGVTGRIVPTDRLLKAFCGVWDAGWSVDSSVAGGGGGLKGKGKGKGKERERERVL
CPNLESLKCAVARFSEGELVRFVRFRTRAWDGGEETRREGWDGERLIDARVRDGDEGVVHRRLWRLEVGLARCRPLRWSF
DSSSSEKTMGRGGEKGRKREVDMAMVVDLWDGGDEVGRDDVVVNPDDAVRDDEVIQHAPPPSRPELAAGLSRSLDAIIQD
VDSIIEEDDAKPPPPSRTCSIHLQEYLEKEFGIRAVVKYASEPKDGDVPDAKRWKERTWRRDEDGWKERRNGRVWDGVEM
DVRALAGAQGFPLDGVVQVWSSQGGGGGSGQSQGGPSNVVEAGPSIFVDAGTFIDAGPSTFVDASTFVDAGSYTYIPSLD
PMAGVQMSSVPLPGDEDGEGEGGVVEGGGDSHVVVGNYGGGGGTNAGEPVDGGTNVEAEDSVELEDEDDADGEGSPAVVG
GVEGAGIVDGVEGTGPGGGIGATGSHSGALNADVDDDDDDDIPPLGVVPVSDSEDGDEDWDGDEGIGLGFGAGGGGGGSS
GGSGLGLGAGSGGGNALGGGGLALGGGGSVGTGIGDEVQEVQASGSGDAGGNRGYGTRRIGEVGGVSAEEGVRVWGLVEF
MEDRV*                                                                          
>Ccin_CC1G_13796                                                                
MKFLPPASDVSEALAVLAYDALLCLLSTEYDLIHWKFWTKTRPSPAHGLCLTNLPEEMLVEIMKNLEWDDILTIRQCCRS
LYRLSRERSIWVHIFQRYSDTVFAQPFFLPKPLECCSSEVLENRVVSWWSRWKKITKGSYDVPRHSFDEKAIPNLTGPLL
PLPSGHYLYASPDGTIFHGDLCRPGLGMRMFIPSPFAGAAFNVETRVSIDLHSGRDTGAYTSGFPTIFSIAVTRQPGIQL
PGVVEIWKVTSELAVLTGYSSRLCQSITEDSQIRIGSCSILGEHVAYMANTGTSNFVAVVDWTVARAGEPQALPRKYIPR
ITACDKLFLLPAQRIFILSSGRAYIWDWGHACPLTTSVIEAASRPWVSPQWESPQSNILSPNPLSMPYRVRDCTRIVLPC
PDHVLGVSIPNDLDVDLATSVTTTRLSVTSLEGRTRNFLWLGYTKAIYYANGTLWICITYGWPDDETRTYSYRSTLTPLS
ARFGNDAMIHYDEARCQISVFRRPHGLVYAVLGNNCYDWFFGGDGPGQAALGTSLAFQVPRITGPRALKPKGTLAFDHDG
RLESPQPMDNSDDMQSRTQSSACRLLRLPHEILVEIMKRLEWRDVLAIRRCSHFFHSLSKEREVWVAMLENDLDTRIPRP
FHLPKPLEHCSSEDLERRVVDWWSGWGRFESGSGRTSTHGVNSNSSSDEARDERGFDTRTYTFDEPNIPGLSGPLLPLPS
NQYFLYAGSDGTVFYADPRQPELGMQVLLPSPFAEIEIEESVLVCTYVSVDVLGAGCADVGGCENGLGWGPEALKLDEWE
STTQTLFPRTFRLAVARRRGDIDGGNGMSGVIEIWDIDSQIADCTGVLTGYSARLCIRFREDQGVGVNSCSILGRYVAYG
AYSPVGCFVAIVDWTSIRPDDDGNEDDPGGSDTGRSFTRTYVPSVFVDNLLLLPDKNLLVQSIPVLFIWDWGGTCPTTTS
ADEAAEASFISPLWACPELRFRPLHPFTTPFVVRGCTRLVLPSMDRVVGLTIHPTDESDSSFVPSNSAGDGDDLAVGCRV
ICADLVDPLHSGIAQYPCWFGYCKGVSHHSDGSYEYMAYKWPLDGDDGFLQPSSTGITPLQVFGDINPWIVYHDELRRQS
LGFFESEEGVLGCVVIDRAGSSSA*                                                       
>Ccin_CC1G_13797                                                                
MITSNDDHALNQPQADICFLLRLSREVLVEILKRFEWKDVLAIRQCSRLLYSVSKERKVWVSILENDLDTRIPRPFYLPK
PLAHCSSEDLEKRVVDWYLGWGRFGSSAGGMDSNTGPVLSDPTTNVDSNSNTHEKSVGSPGPDRKATATLNTGACAFDSD
EIPVLCGPLLPLPTNQYFLYSDLEDGAVYYGDPRRPESGVSMLVPSPFPDLFPDLDGDEDIVTSVSIDVLGGAAGAEGLE
VDNRERDLVLNLDESTFPTTFRLMVSNYVELDIDHPDVLLAEDNPTPLVIEVWEISSQVADDTGVVTGYSARRLRRLMDN
KVATPVNGISILGKYVAYSESWNPVITIVDWTLADDDGPGGKDDDDIPKLGRMYVPAKQYSEHLFLLPNKKILTYSTMAG
VHVWDWEGTCVTATSRYEVVESGVPSIPLWTCPERITDPLHPFAAPFVLRGCTRFILPFDDHVIGLSIQPGSGGDGEENA
RGCRITATNLVDRFPPSDLDTRGCWFGYSKGMSYQSDDGSYECVTYKWPRLGDDEEEGDEESHGDEELPQPPSVKVSPRH
HFANFGISHVYYDDLQRQFLGLSETEDGKPAAGCVVMYG*                                        
>Ccin_CC1G_13799                                                                
MMSFPALLRMRCGEPKFHHLALGSTLSLRVLSRRFSSSQEAKANELFAHTTGRWLVNEEITWQFPLANVLANLERVVVRV
VADGPGELRELLVEIMERWDDVVSHSGKPAGYPCPIDFSAEEVQAIKRETDARARYDRTVAQLCDEFAFDYDGRLESLPP
MDNSDDSRTQPGACRLLRLPHEILIKVMKHLEWRDVLVIRCCSRFFNFFSKEREIWVSILESDLDTRIPRPFYLPKPLEH
CSSEDLEKRVVDWWSGWARFGRNSSKAAVDEQGVPSPSPDSPKNSRFDNETGLFLETQTYAFNEKGISGLWGPILALPGN
QHFLYASPDGTVLYADPRQPELGMHILLPSPFAGTAEWVTISASIDVLGGAGVDDRRDNIVPAAVERDPALHESTFPRAF



RLAVARQLTEDDDELGGGPAGVVEIWEICSQITDDTGMLTGYSGRLLKRITEDHGVGIKSCSIMGKYVAYGAYSSTGSFA
AIVDWASIPETDSEVSDRTHNGSDRPGSFTRTYIPSVRVENLRLLPYRKILIQSVPILSIWDWGRTCPSTTSANEAAQES
FIPPQWKWAYQQRRFRPLHPFTTPFIMRGCTRLILPSGDHVIGLTIRPTDECESNPAGVTTTLLQTDALHNESPRYDCWF
GYTKGISRRLVGLRDASGIL*                                                           
>Ccin_CC1G_13802                                                                
MKDVLLKLELSGPLLLITLLLVPWLIIVRGSPTFRWYKHRPQREPLQLSRLPHEILVEIMKNLEWDDVLNLRKVMYPISN
PAFHAANTEFSAAGRST*                                                              
>Ccin_CC1G_13995                                                                
MDPRQRLKPAATLAELPPEIWLSILREATAEAEPLRPPLHTVFIRNWSRGRPTKTARRRRKQSMTTKRNVVLVCKAWHSL
ALPFLYERLFLTRREQIISVLRNIENGGTDLGSYTSRLDIYGNSGLLKPASNQFLHDLASLLSHLPRLLVLIIQDLIGQD
GDSFLLHASPGLEYISWAGSEASPSTWAKFVTGHPNLRTVGAPSAQDHRLKVFVCPEVNQKLEHVTDLATVWGFDAGQWC
EKWVKPGTIRYLNTASPRSYDDVLFYGNSRLGISNPIVTHGTSLTTLHYHISHFGFEIDQEARHLDLALKHCTNLRQLNL
FFKYRWCFEIATLDPRPNITTLGIMRTGITRRRTAKQLFAVLLQVKDHWLPNLQVIQFLHEGTIVQLRHYFVHHGLERKF
HERGIALQYYDGAEYVDFLTVL*                                                         
>Ccin_CC1G_14075                                                                
MATYSHFLDLPSELQVKILSSLDPEGIVSVRQTCKHLRDVEKTFHDAIWKGCLTQMTLKHPLFPPTFQTPISSKCLESIA
RRVSCLEPTFLQYRNGHQSRSELQPVPSFQWDIWHDHLVDVEIDEVYLLPGGRFLLIVTELWLQVWDLAPFLESHEAPAF
IKRFPVPLSPTSTVMATSDGDAATVQILLAFEDFELEDDDGYPTNAPTVELRRRFQCHLEDSDEEWWSVFVMYELRFSGK
EPQLTKLGDIGLIRDLDSQAELDDLNILTDNRALLFVDGSMVVWDFKNHSYHAWRVTEREYDPQDITVFTSQGIVFYRQK
GELVMFEIPPLTPIQDANRKPQILRISSIPFSPYSSHIIRLPLRHDRLTFDSSMEPYSESKATWGLKDSDNIVFSVHDFD
RNDTITTWYGLLDAAHPRTSTVKALGREKVGYHDESAYIRTIKRDYDSRELVASLCQHPRLGSKHVWDVSVFACLSSRYS
VTQEDSSLEIKPLYPIRLADVPSETCTFDFDPFSGILVAAGYGSVRVIDIARPSLPSSSLD*                  
>Ccin_CC1G_14126                                                                
MGSAQTQTCSKSATQTGGFLGTDDGERNDGNVVATNASRSHSYCLNKSTQASYAATRTLGGHTQASLKDFPQELLARIFL
FALERSRNNAYGRRTFSVLRSVCKSWNAVTLSNPRLWSTLTLDCILCIRLPEAREASPSRIRAWFDHAKWAPLSFQVIFC
PVHRFSSDEEHSEEHPDVLSLASDDRNWSELRFCLNGLYALHSLPKLFTAVANAPYRPWKNLTTLRVSLTPSPGDSKYWP
FGSRPLDFYAPNLASLRLDIRTRSPEERTISHGTLSHLTLDFDCGTELSYKSLISNLRHLPGLRSLKIRAASVPTPSKPI
VTHMGVTSLTASGYPEIIRYLTLPSLKSLELAPMDFIRDCATKSENLLPIAQAFLRRSGCHLSELHIYQWHLRNSLSSQL
LDGIETRYINSLSLYLNTERYRGRVSPQQAFIHRLLLLPSIRKLAIFGTAYINLHPPSFIECLEERKEGYYSSTGAQTDN
SGEQIDCATLPRIDLIFAETSPFIRNLNLDLLTRASQLGVRFYVGGKEWN*                             
>Ccin_CC1G_14156                                                                
MGKVSNIPLPPEILSEIFHLAKAKRRPYHLVPLEVIFSHVCSDWRNTLLADSQVWTNITIHSPKTLPRALAYLSRTAPTS
VVYVRVELYDWDRKTRDRQERNTFLESLNAFLESCIERCKTLLIFTYRESTSSAIVKSLSASAAPELERLRINNLPPDVD
SNPRDLEHPDVLTGGAPSLQFLEIEGIHSFPPLGSLVTLHLHNLKPDWFTYDVFKDISTKSVNLQNLSLEAQTFVTAWPN
DTARPSITLKSLRSLRITEHFPGLLVKLLLTINAPRLQSLWLVAETTSFDFLFDSPQFLASQSKFANLKYLTLDSYNMHS
LHKFGLVFPNITHFFIPEAPLFHLKHLAAAFSSDPPLWPKLETLAMTAKSDRRQMNLKEALCKIVSARAEMRVGLKRFLS
HGDTVEFLKKQESDLLNEHLDIEELCTENFREPWWLMMHESHPDSIGLS*                              
>Ccin_CC1G_14554                                                                
MSTQSQSNSEGDFNSSSSSPFPSSNESAVGPDTPAVESSSDAPSGPVTTVSETTPPVSLSHSDVVSQNAQNLDRTDADTD
EPPKKKLKITACNGREALQRVRMGGSTASGSRLSRSGKSNTSARRVKKEDGDDNGDKKKGGEKVVKEGVTDASGRVAKPR
RRMGKLAGLVDLPLDVIYEIFSHLTPQDLLHLSRTTKDIRRRILSKNAVGVWKRVLEVQEEENEVPPCPGDMSPPAWASL
VYEAYCHNCKTKNVRSVEWMLRTRLCDKCAKVLLMNEDQLDLEKKIDKLIRVCVPFQFRKMGKWCLISAKNAFVKELEAM
EGDRDAFVEQRKQEVKELRKHASLCARWTAKQEKIRRVELNKVHLDRKDFIMEKLKELGFEQEFEFLFALENMTPGKLAA
PIPHSVLRFNWHPEIKISKPLSERVWNNRVKAVMVKYMEGIRPHREANDRSLQKAERRRQFAEKWLQWRTSPEIVKRYRP
GVSLSPSIADVLEMSCVEEVIDWTPPTEEEKEEWDGPFRSIADTFYSNWRPSEDPLPTFFEDKNKLQALRSSIGSWQLGL
VTKFLEISPFDDLFGLYRMNIDTQVHCISLAICVFECKHTYSDRHFYFAHAHDPDLRMEQFYSDKKNRHTCLWFPDILEH
GCARFGKQTYDEKKVRWDEHLFTPHIFSGPDLTPSQQPTGYAVHERRKLKRTPFNLESMMFSKAASMVVKNILTACGFHW
ADTTTSMMDKENPRVVCLKCSFGNRCDGERSFKVYTWRNAVNHALAAHLDPRSVQWERISDEDEKTVKRREWLEHLIRDV
EVPSRRDVKCLLCWGGKDEHGLMTEDEMKEHLKTIHGKTDEQVNAAEAKGTLWFEEQNIPPQQPRFVITHKPRAIPEGPQ
VPKTKQTFTRGKDWIC*                                                               
>Ccin_CC1G_14708                                                                
MSDTISWTCITHVCRRWRAISVSWPPLWSRIAFTSAGWVQASFERSFNSLISITVPPECRAPTVSRTILSELHRVQSLHI
SCGDSGLDSGRYVARVSLSALSAPVLDTLALERDRTLPGSDPIALNDTFLSAGTPKLRRVRLQGWSLPWTSPILRNLTSL
TLVTPPLPRPASLSQAALSTSLSKFLDLLESNPGLRQLTVSAPLPQTWAIGGKHVALRHLESFTFNASFSHHTALFNHIS
LPQCTTIHLSFNPPHSEAITGLEDLKTIVHDLAASLSCAWAKTPLKSCTADDEDGTANTGPTHLAVFTTRDDLDALDRSG
IEVVFNEEEAWKPDSDSRELRLEFIPPFAHLLTHLLSTPLLKSVEHLCTTRIDNSTLSQLDATQPRLKSLALPCLYLWEL
LDYALPKPACLPSLQKMKILDPANPPFRRPWQNKGEATLEQAFDDFMKPRKVTGKGVADPTLRPQGEDLEGLKSQDRTVD
TNGIRTKRSREDDSPFVQLAYAGPHTVSLRTASLEHPSPPVSRMPSEILSKILIAYRDEIFDPTVWIPACLQLCARWRHV
AIGTPQLWSTIVFNLSAVEIKTFLERSKGTPLTIYVPFGMRDHLRPLVLKILGEHERIASLTIFGTGPRMLQSSLRVLAN
KSAPLLQELVLDGSVFFDGIPDTLLSGGTPNLRRVDLSGFTPRWTSPILHSNLTSLCIEECPYDRDPYLPLPEASEFLEA
FARMPNLRQLKLYTTFPEEVDLWDLGEETVVPLLHLEEISLRCKSLVQCAALLEHFKVGDAQIHLQLDAFLGQEEQAFAG
FDAAISEFHSVFPVTSCNPRLKSPAMKPIVSLQILMAPGMSHRWPRKTVRGWPTEIDFAAMLPTPRQNRPQDWEKTIIPP



CPWSIGFEDEGNDGAKFCVGLLHEDDFLTSFYKDLRCLELDVDLKPSDFEELAEVVAITLRSLVLSQLSAPPFMRFVVTE
GGIQEPDAEMVELVKEAIERVSVATDATGVIAGNDSSTTKWCIHYFTNLEHLSLDGVTFNPAPYEYPASILPENQGQRSV
SFEGFIHFLIFRSVAGYGIRTLRLGHCYNLGEAEVGRLKKVVGSVEWDGYKETRCVEDNTRRTSEESDDDEEEFEDDGSE
EDWDESRVVEPNFQVQAEGRSLALPVLTLAQHSDRINPALIGMFMPPTLISVESRSRYAERADIDAQIQQLKSQILGLQS
RRNRLSPIARLPPELLCRIFLCYRDSVTGTKTEQNRQEYRLSLIWIRVTHVCREWRSIALGCAQLWSNIAFYPCRWPAAF
LERSKQAPLSIRISAFWRVFESPIYDMVKSTLANTSRLKSLHLGEYFEMADEDESLSLTRVLCSTSAPILESLTLTNISR
PTMLPPHFLEGGAPNLRYLNLAESRLPWDSSLFRSLTTLIIESSEFTEESIPLPSPTEILSALASIPELRRLELVIPLPA
LDTFSGHRPIHLRRLEILRLGGRTLDGCVGLLQCLRLPSSAALAFSFERSRFGAQMLEAVPAFHPAITSAWLSDSVHPDD
HAASPRSLRAIFIERSFSSVAIQAWQGAIDFGDSNCNGANNPPTPSIVWRLPRNGEILNLLLQTPLFTTVDSVRCDHDRR
DETMLRIGELPSLKSLSISGAAAFESFLKVVNFDVSHSEISYFRSLEYLSLEGVKFGYSWALEEGHMRSIDIPTDALLDF
LMLRYELGGEIRKLRLKKCRSLWKQDVDRLKQVIVDIDWDEDSR*                                   
>Ccin_CC1G_14722                                                                
MSLQSILNPTTLTEPLPLSATASQRRAQHKLIGSRISALEEEIRQWKSRQNELAEISRLPPEILSRIFVCYKELISSQGG
RSESLYWTKVYHVSQHWRAVALNYPQLWSTIDTSHGHWANAMFERSKQVPISFIYSRHHPFKSFEDLALNVFSQAQRPES
LEILDGPRFLNERVQQLIAPAPLLRRLKFERG*                                               
>Ccin_CC1G_14726                                                                
MSEPSPDRTPVPASQNVADERDQRAAQRDFIDSRIAELEEEIRKLKSDRNELTEIARLPPEILTQVFIHYQQFCTSAPCW
GRRYYSSGKKIRLFDWTKVTHVSRCWRSTALGCMTLWSDIDTCLNAPWAVAMFERSKQSPISFRFSERSASSKPEVADII
RKVFSQLHRLKGLNIDGDNDFVCQQLEQLTSPTPILESLQLRAHPELPHTLWLGGGERPMLRKLTLVGYNLPSWTAPSPM
FPALISLKVKLPLRLEAGDSVPSAQDFFQGIEAMPNLRELDLDVTALAPPLETPRRVTRLPKLELFRIDAYSFREFEYVL
KHLVLPSPSLSSKFELSDLTQDPPATIVAFGEAMSRTWSQIYRSLTFHYNSYRATIQCHSTVMEDHNDITTPTIDQPPDL
TIILYYSRFVHCDKLLAALPLNDVLTLDLDINHSPEVFEALSHLPSVHTISLERRHTSQDFFRYICNNHALDLLLSESQP
SDLDGAPSNSSSKLKHFASLKRLVVKSADFGEIDIELFLDWLMLRYELGGEIEELQFNGCMKLYEDDVRRIGEVVASVMW
DGEWVVRSPYSHEDSDFEDSEDSD*                                                       
>Ccin_CC1G_14794                                                                
MSAEDQPISRLPVEILCQIFDEYRQLHVDYEPHWECYSRWTNITSVCRSWRNVAIGCPSLWTYILESYFSPPRWAAVHFE
RAGPSAPLHIRWEGYGREFNASPLTSLVPTNLHRIQVLELEDVESHPGDPQLQTLSSRFAPLLRSLSISCNGRIFILPDD
ILSAGTPILQKLVLNSCIVKPTAISLLRGITTLELSSLFPDDESPCPCIQDILEQMPKLAYLKLRLISAPELFDSKSVRD
AVPLPSLQKLVCWQADFETCKALVKAIAVPPSANVTIVCVDGNFYSSHIPSMTGFRPQWIPPPQMSNNPSTIHPYPQSLH
FRSTSSRTALVLWDAFVRLSANVSNEDKYPLGRFFTVFRMEAPAGCPFRLQLHEASRILRAQSLGGIRSMDFGWEWKEND
DTCARLIGVWERLASLEELALARTEALDVFLSSYQHCPPSTLPKLKTIRVWRTKFARKSDEEQDRMTGLLQMVGSRFRSG
QKIEELLLGLCSGVTQKDLDRLGENVSYVHTM*                                               
>Ccin_CC1G_14804                                                                
MSKQRRDELLREIDELHLAIDLQQSALSPIRLLPLEILARIFWFATPSGMSVEYSDIRAPWNVGGVCKYWRDVVYSTPSL
WTTISIDWNANIALDQKRSPYPERLSKFLELSGSQPVSITPSNYPHVAWGPPAEAPNRQAWLSSYRLLEEAALTRWSGSI
RASFLSQFRKFHSNSTQTLPAITRLNGVDDQFFADLTMEGNIKLRLPALSHVVFQDVWNIRSELDSEYRRTVYQHANSFL
KEHSRTLRTLEFRGTHSLAAFAFMAKSPSSNAILRRVDKLVIRHQSRPDAVSIPSDELRVLGRTVHRATVPSVSHLTIIN
PPLHVAACLRRMAIPTLKTLELVIAPTKVSEEVVAPTLLDFFEASDCRRNLESLFLS*                      
>Ccin_CC1G_14937                                                                
MPALPFDVDAHRFLIMSTIQKFGYSCCAALLALLVFYKSGPWLKWPKQGKSRRIERQILRLSQLPPEILVEIVKHIEWND
VLSVRRCCRTLHSVSKDREVWLSLLRRYCDTVIPRPFFLSKPVELCSGDDLEARVVQWWTGWGGLQSTVQTFTADDSIPD
IWGPLCPLPGDRYFLYKTKDGSIYYCNPGQPDSPMHLLLPSPYPKDPCVSVCVAIDVIGTQNIDPASSLPSASSFEHRLF
PPVFRLAAIRRSTVEIWEIRPEVQGETIVYSARLLKSFVDNIRTTCCSLLGDHVAYGLRSLGRTKIVDWTAVADERPVVG
AQIALSSPLYILLLPRGRILVHSSYIHIADWNACRQLDSSPIRPQWKSTDEFRRLHPYSHPFYIDNSFRLLGCSRAGRAL
TGVIIKDSDVSVSDSVAIAKLAESTCPAPLL*                                                
>Ccin_CC1G_14940                                                                
MMSTLEIPRLTHLPLEILMEIMKHVEWNDVLSLRRCCRALHSVSKDRDVWLSLLRRYCNTVIPRPFFLSKPLELYSSEDL
EARIVNWWTGWEGLRPTMQTFTTDETSSSFTWE*                                              
>Ccin_CC1G_14949                                                                
MNKPMKTVHEDLRSVEQMVSSGVSQADIDIEVAALRKERKELLSKLKTLALRICDLHSQRNELAYISQFPNELLQKVFLL
LRGAQPSNAGYHQVIRLTHVCRLWRQVGLNQP*                                               
>Ccin_CC1G_15144                                                                
MSSQAIVACRDIMLSIHRYLEPRDFISMRRTCKSFHKLSKMKILWIYAVQDLYHRHGLQNYVAQFSLEKMSLADLERLAL
SPSRFLDWMRRGHSKFIPKFENFEVLRPPRFVAVEFEFAFMVPGGRFLVTTSRSRAYDDGGETAACLWDLGYGKKHRMKR
RPVAHVIFPPDFRTTSIAATSSSRVVLCGVFEESVCFLHNDLPSHS*                                 
>Ccin_CC1G_15251                                                                
MRPLTFFSKAVAFLSYTGRQGSSSKINAASKANLQSRLLDLPPEVVLTIVEHCSLDSLKALRLTCRRMNAMLEELTLRTV
TINISYDTLDTGIGQLQSLAQGWEKSWMTKKLRIVSLRPTYSSALNSRGFPAPERRKSDFDKRTVRATSELMRFLPLALG
TFRRVNTIEITLHHQDVPGSWQVVMDWLPTLRHLHTFTFNALEASSGTLRQLQFGGLPYLKTATLNLKWPYANHASGTET
LNLNLSRLVLRSPRLSSLSINIRHSSLRFLTSFKKTFLAAIEEVSPGPGPSSLTSLRLEGQIVIRPSSLLQLTGLKTLHL
DNWQSRGLMEHVHPVDYELVSPAKLWRALEKHGVYLEEITAGMVPELAEYLRSYRELRALSVTVDQTQTPPQPLDLTFSN
LLKSIARHWETLTSFEVVGVYHAELPGWQFVHEHAVELSRCRSLRTLRIPLPSSSEEDLNSCVAS*              



>Ccin_CC1G_15509                                                                
MGLPEDLIPYLANNDPLPDNLRAVAKSALEDPEGHSLSDIEKYRLLLSPIRSLPFELIAQIIRARLSMDETILFRRYQRL
VFMNLRQVCRAWRLVSFSTPSFWSRVHVDKTDLSLATCPGPRFSYYHLPTQISKWFDRAGNVLLSLIVDTQGCSIADYHS
LLTAIVTITQERQRQWTTLSLADILQYGRWPGRIRSHAYDVLYPIRNCHHMGNRNPWHSVQHLSLTVAWYFLGPRVEGSQ
PCPYDWHFEGDEFFDLFPNLKILKLGSKTTEDTWRLSHPRLTTLIMVFCGKLDSFLLMVKQLPALETLVVKYDPARRGRA
STVTRVQLPRVTRFGFQAPEEGLFLLGNLALPKLDELCLSVYRHGTSDGSVPPIFDFFSQSKCPRVLYIANHINAGLLRS
ILSHRIDTQDIVIRNFRPLCSLDSPHFLPQLRHLRYRVSTNIWPDDYVVRFVQDRKGVETVEFLPFERIKPGERVRVRRQ
VERLAEMGVVMTCEERGDDVVPHWMEFPR*                                                  
>Ccin_CC1G_15731                                                                
MSLQSPRASDVLCLAALCLLGCLVVQQRRIWKASHFVWFWSRQWRVQDKSQGQKPHLAHLPIDLLIEIMAHLDWYDVLVL
RQCCRSLHAASKERQVWHSMLVQYCDTVLPRPFFLPKPLEHCSGEDLEHCIVGWLSGWDHFLYPSLELRIMESHACPPGF
FGPLHPLPGGRFFIYGGNRGSLFYCDPTQPDPTMHLLIHPTNLEKPRKRSTALDVLGIQGIDGESTALRDRLFPRTFRLA
RILGATCSKGLIEIWEINARVEGGTHVGYTSKLLKAFSDHIYVGDGNCCSLLGRHVAYVRDGNPNGFDLGVRIVDWSSVS
GDEDPTNLPGVAIPGPTPPLIVLLPHRRILMADDRIAIWDWGRSCPSIASLGTSRGAFIKPEWAPSSPYIGTPPFTQLFY
NGESIRLVLPTRGNTLIGFSISTDPDKEVANSVEMSVLGHGDFRFQIFPMSFHYRLGVRLGRELDTLMCYRWPDDPPFVP
SASLLEVNLPNSVRHPIVTSFPRGSRGTPKPHLPPWQFQVLTKFKHEPPVAQSVGCSVSCSALPSGLSRCTAAQDMEGES
LCLVLGESQAELKGQSRQWRVQDKSQGQKPHLAHLPIDLLIEIMAHLDWDDVLVLRQCCRSLHAASKERQVWHSMLVQYC
DTVLPRPFFLPKPLEHCSGEDLEHCIVGWLSGWDHFLYPSLELRIMESHACPPGFFGPLHPLPGGRFFIYGGNRGSLFYC
DPTQPDPTMHLLVPSPNFENSSKISTALDVLGTQGIDRQSTTLQDRLFPRTFRLARILGATCSKGLIEIWEINARVEGGT
HVGYTSKLLKAFSDHIYVGDGNCCSLLGRHVAYVRDGNRHAFDFGVRIVDWTSVSGDEDPTNLSGVDIPGPHPPLIALLP
HRRILMADDRIAIWDWGRSCPSIASEGPSRGAYIEPEWELSSASVRTPPFTPLFYNGESIRLVLPTRGNTLIGFSISTDP
DKEVANSVEMSVLGHGDFRFQIFPMSFHYRLGVRLGRELDTLMCYRWPDDPPFVPSASLLEANLPNSVRRERTIIHFDIL
HGQLVFFCNPYVCRLCSSKTDT*                                                         
>Ccin_CC1G_15754                                                                
MHLDEVDGTLIPPINRLPTEVLGSIFLATLPARKKPTISTTEVPLLLTDVCNHWRAVARATSQLWSEIEFYLSDRGLPWN
TKYTPDARGIVEEKVRAFTRWMDYAGPTSLFFGLWFEHEVLDDVFLPMLYSVFSPRNVAKIRTLETACISERMERYVYGI
PPESLHSLTKLVMTWDNIYGVAEMQDGEDRAHYHHSDRDRLFAAPSLTSIDLNCWSAFPSHPTLLDLPVRNWANITELRI
RASGPVLAKTVCDVEQLVSVLEKCASSLRTPHPGTFLYTRRSGL*                                   
>Umay_XP_761564                                                                 
MSSSPRHRAISPPTPAPSPQPDLHTSIRLANNAAAVAVAATAATAVGNPSSSSSSAAQHALAIDPNDPSQLLKHLSLVLP
QYTQSARFKLVSQLTDLFSLRELAHLSSVITPKLKVDFLSALPIEVSLNILSFIDDPKTLARASCVSRFWRSLVNDEHTW
KVMCLKHKYRRRGSSNAATLSLDHRLMRSIATSSLAPSLSTPSIHPTPAFTLAGARTDPPSVPSASAPATLSNSRSNASS
SLGVLFEQPLRATASGEHADDAQDFDNDDDAAVLASLYQRYRDRGLDPSNALHELRTLHDLFLSKQDGAHGSLNAPMSEA
DLAFYAQLEEIVEEESRARYGDEPTMIDDFAALHSTSASSAAAPASPSSSRLLLISNTDVSATSSASHLGWLSARPASAS
ASQQTRAIASSPSPAAPTSSHHALSGAYRTASGRLDRLSGWQRQQSTPAASTAPRSDLPQRSALLVASADPATPAAQETN
RLSAELDEAMDMDDQDILASSSSFADAPSTQPVGHPPNAPQLASLPHYASPTGRFSASAASPSVNTQAAARANANPFSLV
PGPRELRRNPLPRQQRRSSTLLSASTGDRHDSISSTGHNLVAGSALRSPLRERSSVTAGPSRPSVASPPTAAHIHRHRSA
KLPFSYRTHFKMAYLTESNWRKGGRLQTQHVSADAGHVVTSLAIDSQWIVVGMANSKIHVFSAETGLYAHTLLGHDAGVW
CLTLISRTNKDGRNDDDAAASEREKGKMVITNPEDGSGGKPYQAAADGDLRLIHHDPRPDAADVLLSPPPSSADLSEEDL
FGNRARPSSSSSTPASGKARQTYGEGETLQWFHKARRALRRQQSIRKAAAAAAASAVGDDLPRGQRHLAMDDHDFIFGAA
DSDADLSIRSDGPSLVHRETRSSTRARSIRENARAIAEAEAGAIRDAIMADGTGQVPAELAERIRRDDEVASASATATEA
FAGRASGRHRTRSASAGGVGAAASQLTGNALGMGNPCGSVLGFGNSDAIVVSGGCDRDVRVWDLRTGECKHVLHGHTSTV
RCLKVLDGKPIAVSGSRDSTLRVWNVETGEHLHLLAGHQHSVRCIEVAGNKVASGSYDGTCRIWDLDTGRCLHTLRGHIH
YIYAVAFDGKRVATGSLDSTVRVWSAETGDCLALFQGHTSLVGQLQLLDDTLVTGGSDGRVIVFSLNTYECLHRLCAHDN
SVTCLQFDDRYIVTGGNDGRVKLWDFATGKFIREICEPCEQVWKVSYRDDKVVVLCKRGEKTCMDVITFRPAADEM    
>Umay_XP_761154                                                                 
MSLDPSQRNTPEQDRIDKLVLLQSPPSSDKHVPNHIQTAPDAPDGLFQTAGTCLQTGRDKGKNRQMDLDTGTRASTVVRV
TQPQMEEQDLSHKYAHIDASRAQPEAALEASQLAPELLMHIFAFLDPVSLSRAAAVCRAWSAIARDDATWRAAFATYFSL
EAAQAHRAASLDASATPALRRLTNTSWRHEFQQRVDLLRQWRKSRTPTILSTPRVDLIKKISLAKQHRLLVSATDTYGVA
SRSNPWTGKVTKGYLDAEGTANGAGNGNPNVEFSPNVTTLNMNSDASHIFWGFRSGEVGMTIMSRQGTNARGAIRSVRFT
PRASHSGPVSVIAIPFASDSDGAHGPGRSPERLRQAMAMLGDVGSTFVTAGFDGTVRMWSSNRSWPLWIASCSSKTPISN
AISSATPAQINPDAAMPLCALAYDAKSGIVAAGSTTGKIFVWSNIDVAALLRIPPAATDPDHLRNGDPTPETLEAHALFL
RLSQSIRATTIDVPSNAGTQAAVDSLFIDSASSISATGTPFSDPNAEDCSVLAHHSGARVLLRHRLFQDPSHAVETTVLG
AAVMDEITTIRPDFEPRLPKRDSRSSAAQSPSTSVFASPTLSATRPEPGSTALTQPPTLILGPLPFNSYNGPGQYPERKF
VCVGTKAGSLFLFDWESSGTVFDELTQQDWQGHNPPRFRGEKQLLPSIGWEAHHTAITALEITPLHIFVGTSDGTIKVYD
SLAGDLIRTINDRTATRHPARMLAAGELTETEAARFRVTQIIADNECLVASIGHQILAFRAEPVLSKRAAAAAAAASTKS
KGGRPRLSDNKYVMQVELKRDLRESQVQLEAENAERQAEYSKIRNRQEFELEGLSEQEALEYALMLSRDQEAASATAKAQ
YMGGSGYVPGSHASGSRNQISVPEQMVDDPELADALEQIALAESKAEAERHVEPAASFYDRVHRASRRSSGSSSIKATRR
YGLLEDQDFGSSHDELDDDDELEPYLRRLPSPLPSPSPSPSPSASPYLTGVCSPPASRAWTILSQAGSSATTPAHSSDRW
GKMSKVRTVNVPSSARLSSRTPTEAVSSSLGSNLSPPELSSPHDFPAMSAGGSVSGSLGASPHAQAVRRASSGWTSPAVA
SAGAMRHWNTSPNLRPVADASLPHSTAHRPSPWSSRTPSSSAQPSLLAASLHSAPDSLHAPLHSHTAHPAAHPELDDLNL
AIQLSLAEHQSRLDQ                                                                 



>Umay_XP_761000                                                                 
MSSSASSDLSGAILPTSVSSGRLGDHHHHHHLQTSSHSSHQHHHLDNSNSVFASSSRHTLDQPDEPIHPAHLSNQSALGA
ANTRRTSVSSTPSSPASTPPIDDQDLESQSLSTHFPLQSSQDGLHFGIVSSRSAHSDHPNTSAMATLSVHTPPAVHQSDP
MLQVRTTSSPLHTATASFHQRHRSQSPAPPPPTYTQPPTASSLANVTSGDGWAIVANPTRCTNAAPDAAALSGVPSPIAS
AISTAWQPNTADLTPLSHAANDASIRRCGPVDLASPHDVPFGERASPAIISLAQRNARSLSRNGTRPPSPLTLSPALASE
SLNPSGAHRGGLRGSDEDLEVADKDATMDTSDNNCASTGATPLVPPATRKLCVRHQRMADEGTTARLQKSIESLPLADQT
AVNTVWSLFSSSSHSRRALILQGILTMCCFSQLSLLSSELALAIRIDPFSLFPREVSLRVLGHLDAMSLGRAAQVSRSWK
QLADDDLLWRNMCEQHIERKCEKCGWGLPLLSERRRRVPGPAVQLGTPESRDLSSDGSGCNPSTTPGSLKRSITAAANAA
ALEKQSRSRASSPTPSNGRSHSLSVSAHRDLHLDTIPEQRDRDAPPLKKQRSGIHGQATASSGPGSSSGTAPKTRPWKSV
YCERLAIERNWRRGRYTSRTLAGHTDGIMCLQFNENLAHPAFPVVITGSYDRTARIWNLETGEMLRVLEGHTRGVRCLQF
DEAKLITGSMDRTLKIWNWRTGALMRTLEGHTEGIVCLHFNEDTLASGSADSNIKIWNFRTGECYTLRGHRDWVNAVTLW
TGPAAKKRQQRLRAALREARSATSMNEDDPTAAGTFLFSASDDGSIRLWDLGLRECLLTFEGHVGQVQSLKLVMMDDEAV
RKLVGGAAGGVDGESSIDQRHGTRHGSTQTNASGDDETVATEDGEQDMLSVEDQESYFLGDTSLSPSLRPVAAGLAFTVG
AADIGAASSSRDNATTRVGGARPLSSAAEVSERSFFANGSNGAGGRRSASGGGTSSAWSTSQQRQRRRIDKNLLRVQERL
CAAGLVDALPLDAEMGDLDPTMRGARSTNGNRSGDESQPAGGKDKASERHHAKPRPVLISGSLDNTLKIWDVRTGRCIRT
LFGHVEGVWSLDVDKLRIASASHDRTIKIWDRDTGYCQNTLIVSGSDDGDIKVWSFAAASAAAPPNAVARNSAALTPQHR
FATPVVPTPADLVSRGSVGKWVMGMGLRLGLGGLWHWGGVGVGDGKGCDGLEAQAARWDELGAQVCARLLGERVDGLYGW
SVELLHGGKLVGCHVQCIPHRTAGCQQVRCRQRRTHRLTRDQAHHPHHHAHGQQRKQEQRNAQQPHGERMTQQRYPARIR
RTAYPRQCGKQEMQRLHVFRSSLDHLSCNPRSNAMTHNHDVRVMLFGIVLLMDSVYLRRVGGEIVEPRMAAVRDRDDLDT
ALIEPRRRVDRVQKVHVSELAIDAMPVDPITRSYRHQVLVGFQYTSLNQPKTSPNPRLVSFQLVRLVTVPAVARRSTCTR
SMW                                                                             
>Umay_XP_760901                                                                 
MDRLLADETILRIFSFLAAADLARMQLVSKHLRTLAQDRHLWKRLFYFTFVQPLNGASSSSHVSILPTLRELRSLLLHQN
LLSGKHVTGDGSRPIHRLPSRYYSPSSHLMPSFEAGEDVSRTLSSLLFDRLGLKEFSDHHLLDWEQIFRVSTNWQRGKFT
VSELLTSDPRTTSGLEPHLPRSFPHTIVRVSNRFILTATSIQDEHHIALPTISIYSSDPDLASQTSPPHALSHISSDLHR
NPPALRFTSPGLQSFLASSSSHAQALITEIAVDTATAADNTPPITSGHRKRKLTPSEQTLSNSVSRIVVAYSTGHISLFS
LYPLGGSISFIEDVFYKPKSTASEGYITMAALHTPALVLCSSKFDLAFYQISNASATRLSLVHSLSSYRCSSPASLCLRK
LPLHHASKRPERPSSVCSADRQTSDDHADDAAFRVTLAYSTPSYPSSWSVSVQELVVRLNLDPAATSTSQITRRHATAKR
PFRPTPIDPRGRFMLGRHHSSSPHASCEAWMQSLTAQSLSGPSASRSTSLTYDDPFVVLGASDNLVEVYELLGATTIFRR
GVDDLHAQTPASRSATATSSSPRQTLRLVHRHSLHGHTGSVHSVALEDGRCVSGGADGSVMVWNLGDRSNETDSIASAMR
HVRAEARGFERQNHANDFIARSANSAFNDEGEEEEEEEEEEEETATDISHVLTLRSPTAVEELVALGLDAEAGHAEAVNA
RPFGTSLGHIVRSRLLDRQARSVVRWVSTAFDKIVSIVAYTDATSSSAAADDFAGAQRPLERVQHTHRSRPPELDCLVII
SPLAALASEIRVTQSRVVSHRCQESSEAHKMDIFRKLAGGGARFDKKRFQNDLKIFGGAADEQASTLTPSSAASSSNVSG
SKRKRTDGSAVAGNDGKGASGAKVIVPDGLDFFGSAAKTKSTTSAAEREERQSRKDGKRKADEKLGSDMDDDDEEERHTD
EAPVTKASLSGFLKLNKIKLKGTDVPLPMASWSELEARFNVASWLRTNLEKCGWAVPTAIQKGTMPVLLANRDLLAGAPT
GSGKTLAFLLPLIHHLRTPCRKEHFRAVIVSPTRELAQQIYDQLRRLSEGQNFRICVLTSTSDATAVANSSSADASKRKK
YDVLITTPLRLVHAIEKEQVELSNVRHLVLDEADRLLEDGFLQQTDSILAACSHPQLRKALFSATLPAGVEEMAKTFMID
ECRVIVGTKDSATETIQQELQFVGSEDGKLHALRSLILQGGLKPPVLLFVQSIERAKDLFHELVYDGLHVDVIHSERPKL
QRERVISAFKRGDIWVLICTELMARGIDFKGVQLVINYDFPQSVQSYIHRIGRTGRAGKQGRAITYFTKEDAPHLKTVVN
VMRQSGCEVPEWMLALKNPGKKDRKSLKNNAPERKHIRTSAASSVGRRQANKRKEMIAASKRRKLAEREDNDKGKAKEKV
KSKEQHEA                                                                        
>Umay_XP_759665                                                                 
MAIQDNSAERGSNYASGEASNSAKVVKAKPSTSGYPTKALSKDAVSSSNAQLRGQPHALRAVTSSESKDTLPLRSGSGSV
SRVQTTSATSRAPSAHNANLANKDTCTNGGKLKSIKKSSGATDAVVEAPPSSSLHHTDASTSTDGLAALASRIGFEPRAI
SGLPDASLRTNEAIVWLDIDNTLYKRSTRIADLMAERIRAYFHGMGLSEEEAKALHTSYYKTYGLAIRGLVKHHQIDPLD
YDRKCDASLPLEDILRPDHQIKRLLTDLDRTRVRVFALTNAYIYHADRVLRLLDLADQVEGIVYCDYAVPDFACKPELDY
YRAALLAVQASPTTRNYFVDDSSLNIVAAKELGWHSCIYFREKDEPLPPLPPNDADQQRAASFDIATWKPTVAAHQSSLV
ASSGFDEEAIRREFEKLPSHLRIQLLGIILNACLPGDIAAMSRTLEKHLRSTRDIVSGLPDSVALKIFEKLPIQDLLRCR
HVSKKWHSLAATPDLWRSHALALTEADPVKLEAPSDPQGWEPLVKGLFFRERNWAKGLAQTIQRLEGHTGFVTAMKLKGR
KTLVSGSYDETIRVWDISTGHCCKVLRAKAISCLDFLLDEGVLCAGLYDTGRVLVWDMRSWDLIQTLSGHNRGIRNVAIN
QHYLVSVGQDKAIVVWDWRTGTKIVRFGQQSNVSLGVSLVDKNKLVAVTVDGMIRCFDIPRREMIGQFQLTKLGGPELGL
GARLGDLASGSSMLEWFAAHGNTMTVASKNVVVHLEWHEHVVRVQETQAALTADGLRRSASSRLSNAGGMTTSTLSPLRA
RRDSTMSNASSTAMSPSASLAVRSRRDSNTSTTSSTSGIGQTRSPRRTIATGSSRSNTTPARAGRASLGATPNFETSTVS
PLSTPSRPSPRAITKRVGGPAPWPLATAEVGASGQTSDTSTPRRISTSMSVTSLNFPSTPDTELDAEAEADTVTPEEFVA
GANDKTDPDAATSNATRIAPDLSTAPKVVSILDTPDVAVGCVDPTKRRIVASTRFSSRTGAERKLYASSLPFDHGKTSTQ
LSRSAAVGDTVSAANGDSAEITADQHKRGTSPDAAAALEASPGVAPCITVPIRGAWETQSADLATPARNPMAMELDHESV
VIGSADGLIYRIHFVGSEYGPETLADGSSKADESGDRVSVTPGVGDATITDLLQLRQVWGEIMVPENQPNHPGRLKRNFL
KDLGLK                                                                          
>Umay_XP_759134                                                                 
MTLPNDSQRRFVKHVVRRATIVARAAATASASAAQNPKKPNAIAREQTSSLKASAVAILLGSFLGVFLLFVLVGITCKYA
NRPRSDTRPHGHAKAMYQPSAAGYGSAAAGYSAAASMQDVSSPNVGLLDSAQPMGRGGPHDDGDDSLGSSNATPPAHAAL
GAIGTFGMIPSNSAGSFSGDDSRRFGPARTNGHARGASSGIELPGPAASATFRRNVSGSHPPIPPHSDDSYDSPQPGYAV



ASGSILPDGSGFTPGQLFDHNAINGGAPKASSEMREHRSSYLRGDPGVLPRRASLVRDQAQQRSYLRGPPPSSSKNRRSR
YHQNQPSTDSSAMRRSRIDSVGPGTYRKSMFLPEGESAEFANGSQIRRTTSRNNDGSDPKPLRRVESIGKGEARRASRYT
PTNGSSRNPASVMPEDYHMPPAAHRDGGSSNGSVSPLGPLGPNDATYTMEQQQQQQQQYFSCAPIVTHLSLSTSVVSRVS
SLWVTRYLQFSSDILQNRVSGTESKRVLMGTNVILCFEMREPWLAGLFGHARQIRAYCTLYTLEPPSLGHVLAAFELVHE
LGSDARRGSCSSTLIMASIPSPTAAEVQEVLLSPHFKHAPLIADDNVASGSYRRPSLPSPSHSFRNVTACSPLSSPDDEQ
KAAREADNASAATSERGGRRRMVRSGTSESVTPLPASSPSDSTINSDRGSTTAASSNIVSPAVTTPGSDNKIDLHNRPTS
ASSMAVSVQKSATSSSDMQPALTAQRTNSNRLRPHDVSTAATRSDGLLSVPSTPATDDPFRSPSQFSVASDADGYFTARP
GSPIESNDIMPLSMLRFPSAKAHSVLRRERVSWSGRSYVSCTSDYEADLAAGTSKALSIDDEACYVDGEHTLPTLNRTKG
KATDRTNGSSRRVDFLSRLPPELSLCIVFMLQEHTDLLRASLVSKRWRALALDQSVWRHLFFSHPGWAIREDAPLVVQHQ
AELQRVEAKARRTAAKEEADRLRRLQAQRKAASTSSPYLDRLAALKSWRETLHIPSFPQLAALSLTNPAAHTEVDVDTGR
PVGPPMSPLRSPTAATGRFGLFLSPARGAPSTPAGARRAQEAAAGSSYFASYDASNVPLSRQGSVGSMSMSRRTSADSLH
FAEVVEAEEFFAATLDWTRLYRDRYTLEQRWMRGHLARKVDTVDASAAQQNDAGGMARTASVSSTNSELTAPPAPGASDS
SRAIRDKRRFEPRKRFLRGHQDSVYCIRQDDGVGTGTAGKLVSGSRDRTIRVWDVETGACKHILKGHTASVLSLQYDDQI
LVSVSSDGQVFVWDFASVLATPKASTPTTETPTSTDRANVDPECGALVHEKADRVQCVLRDHTSAVLDVVFDANWIVTGS
KDATVRVWRRSDVTSSSSSSNSSAPVAWRKFTHTGPVNAVDLQGDQVVSASGEGSMYLWNLQSGEKVHTFNGHTKGLACI
VLKGNTLVSGSNDQTIRVWDTSSGECTHVLGEHQMLVRTIAFDPTRRLVVSGGYDRLIKLWHLDDSRNATCHGSQEQQDA
EAETQAQIEGSDIEQALQQQQNASEEVEDKPITGKCLRDIRCHRARIFDVDFNTTRIVSASEDHLICITHFGGQGVDTSL
FA                                                                              
>Umay_XP_758986                                                                 
MSNLLQSVLSSRLANATLGGGSNDSSADSPPQSKEGLNDWEQVDTDDELVNVGSAPATAAGTPLERSRPASPTRAHSSSR
LGVETDTTDFESDVDSNTGSSSKQLSASKLRTTTSHTKKRCSKASKTDPLRAFTSEIAQHIFLQLPVESLLACSGVCKRW
RRSATLNYSWYRHYQHSFAASSLDSALPALPAWGSGGAKWTRRESKTDWKTHDALENAEDAGCWHTDHARGEDATVERRV
GCAMDKTGNARLLQIRRQGRQV                                                          
>Umay_XP_758741                                                                 
MADIEPHTKARAPWKTETMKSRKDQSSFLPSEIFIYIMSFLDPPSVIRCARVSRSWNRMCIDEALWHQMTIRLDYHQPKR
VAEEASSGIRAIASVLQNYDASAEQAASQNLLQATIQRYRSRNTTEYFDDCGTWRSLCCRLWRLDCAWSAKDPSGLAPWS
TKLLGPDSPQSATAETASDVTETLPYLLPHFRVLEDDRVASGVWRCKIDPEERTYIVSHQKGGIRVFDHSSSTLLWHTAS
TETGTYRHLEFSRGWLIFDGQENSFEVWRRESLVPDLGRTPNRGHYQRFAFLNSERLFKAFRFQFPYLCAASRDGFVLIW
NVPLQEVVETIDVRSSAHDAGNVVYVDFDNRFVFLSGSGAKSVSVFSRRTKRLVWSLGQHFASGKQPPTTWSLVKTDTTA
YPHTAFVEQQLVRASPNLWQNGPNNIDFAQLVMSPYQQWVAIHPDLKTKTLLILGQGTILLLRDYQRFFDDQSKPPESFV
EIEFYNLQDYFRRNRPRSIEGDYLHVGWNHASVWDTLGLPMLAVHEGRAVVVDRRAWILSLDAAESSSTQSNKALSQAEM
PREADNLAEARPDARSREEQAPPISVYCREDRRVSASHWEESYAQCSSVQMDEVGVYMTADRYRPGAYARGGSWDATDRG
RRVLVQLDFSKPPQPSERSIYSNE                                                        
>Umay_XP_758607                                                                 
MKRGFLLHSRPRAAVKHTPSVFGQLPHEILLDIFAYLDPTSLARLSVTCSRIRKVVLQDALWKPFIMNALQHLSPPVRGP
NIHPLKTALPMWDPAFGLQADVSHPPSWPKLDEYVQPHSAADASHNEHEPYWGLFPGATSLYQIYVGFIRTAEPLLGWWA
SNVSYFGMVIRIVIDMHFSYDVEEASPAVKFSSTKRRSPSIVCQRVYLTNRLRGLDSDMQRWSEVAGFPMPSNSSVTDQG
TVLCRSSTQVRNDLCEPGIRTEDLWHFSWDDARCHGLVPAGIAQAYTANQALSFWNQFARQVKRGYIQAHISSESWVRSI
DPQEGSAPDFQMTSDGILVLDDDPEEDSSAAFKHLDDAREKGMVRVSSSAYQPYLDVSQPDPVFAALSRFPSLASQNIFP
PPAMLSAIRSPPWSRLDKLQIGVSNIWETMSADHRYLIAGKGLMIDSITMTPPPPHRQWPVEVRLVEEVPRFFPICNPRR
TSALPKPLISHSTCPAEAVSPVSLASLPTELSGTQPSSTSTGSIVYHHIKPSPQHDPAHLDFDWDAVEGLYSMPYGPHGM
ELLYVRARQLTSLDFEADERQTARPLEPLLSDDDIYNETRITRDAVCVGARVLEAVKVLGDRDVHRGRVTWRAFIDDPGR
SGVTWRAPPDGFRRHTPWPLRPSLATSSEDVRSPGLVLPAHGRVTGGRYEGEEGGWVPALACISSIDEIQIWWQPMYKIS
VAKKLIGV                                                                        
>Umay_XP_758296                                                                 
MSDTANVLVQAGPSRRERQADPLEARLAMAEKEVALALDTSDHEELIALATEALNAKSEEMAPSKAVIKSRKNLLWARSH
TYHQQNLHELALKDAKAALKLDPEDTAAYLRAATLLGSTGHKAQAFSCLNRAQSLCSKYDSATRALWLRRIDKHRRKLSG
TERCLVERLPNEILVEVALYLDMPDRTLMSQVCSSWRHTLTSASCLWSSITLNKIGKKLGPQKAEDLLLYIIMRVQRANY
ALQTIIFEDIFPFPFLKQVYRLLRAFSKSLHRIQIPCNDHKASYDELYRHCPQLKCLVLSSPRGRSMPLSRFDSDMSWHI
PTVDESVEEKGAERFFLEEFSVDENWFPCELSRHFHKLRVLKGHNPFVFVKQLHHTSFDHEQMVRGLIEHLEEWVYCHSF
PSGSLLSQPVAATFPKLKRLASFQLSSEFPIKLTCPNLLDFQIIYNGIEAEGATELARMLTTSPKLRKLQIRPFDFSRAH
SQICRAMSGLHDLEWLDLGLALTESELVTLLAPQNATSGLSVPFPKLHTLIVKVWRTDLTMLTSALLAREYLRTGHAWET
ARQMATELVTRPIKHVQVVTPFQRGSRSVNATVPAENSESPRLKDAPDCTRLRRLEVSVADADVPKHLLLALDSVVDDLV
ITFEPI                                                                          
>Umay_XP_758142                                                                 
MDWHVASQSLLGALPLDLLEPILSHLRHRVRDLAACALVCRRFYQLATPLLYERVFLRDQTRLKLVFGCLGHNQNLCALI
RVVELRVFPFGLDAERLEQLEVDIESTFRHAINLEELVWTRAGSLNDRLLPTLLGSSAKLQRLELAGDARLWTMPTLLNH
IPPSVQSLSLILPERAALWGLVDIAKKLLNDPEPEASSALASHADAVQMDSGSVKQANGLQSLSILCQHSTHLADATLIA
VAPHLKHLRRLSLAGCRAVTGRGIEAILRHACEDGHGVSDLAMEGLNIQAQGVDLLHPYASSLRLLSLTYPRSASSSGSR
SLPAASVHDFYTSFAKLIEEAINLEELTHYAGAGSRPAMDSGNEGNEGEDARLVNLDELDDGESEYDEAGEYVEAVRKDS
NASGDASWTCNDWIRRFSGPPPAGSVRYGLPKKSTAPSNLPVLPTWFLIRLLASRGSQLRKLRLHGIGLSLDQLGMIAQH
CRKVQELVIQIWEDDLPRLAALLCQLPQLKTLHILASASSETSLGEREIQWIAQVCTDANRERRSQNAKNMCNGNLMLEG



SGLHQIGFRNRVWLVERTFDKKEEAGHETHCDSAVANASRSGVNAGTSSALGEEEVIQVTLKRWDPAAGTFPEVLLVVKS
>Umay_XP_757496                                                                 
MSQTADSSPRGSNSPSPYPYQRPTGASTIDGIAASARAGPSSCTHLVDTDMHDRSESPADFAARHGAPLARPPPSPSSTS
VSDDGVAQPDFADLASIDDADTQTRSVERSFDPSAVRLSRRGTLVPASPTSSNGTWSFQDAPQSTASNLPHEILLHIFQY
LVLYPPDLLSCLLVCKSWCLNGVELLWYRPALFKISSLFKLVGVIRKPEQLFPYAQFVRRLNFTLLANQLEDQLFLMMSA
CTRLERLTLAGCSNITDATLVKVFQNTPQLVAIDLTDVANITDNTLLTLAANCPKAQGINLTGCKNISSHGVAELARNCK
RLKRVKLCACENIGDEALLALTEHCPSLLEIDLIHCPKVSDKSLRQMWSRSFQMRELRLAHCNNLTDNAFPSARGTTGVP
MLGTSHSQSSRSAIPAASAYTTDSAPTSRGESPSVNMPFDAVRDGVLLTRSASIPNDMAQNRLFEHLRILDLTACTSISD
DAVEGIIANVPRLKNLALTKCTRLTDEALYSIAKLGKNLHYLHLGHVSNITDRAVTHLARSCTRLRYIDVACCPNLTDLS
ITEIANNMPKLRRIGLVKVVNLTDQAIYGLVDRYDSLERIHLSYCENVSVPAIFCVLQRLDRLTHLSLTGVPAFRRPELQ
AMCRAPPKDFNDHQRQAFCVYSGKGVNDLRKYLQHVYSDEQLAAEFGQLEPRAMNALGGFGEHPGAETAMSQWTAHHAHY
APATFGGGPGAAGIAYAHAQPHAPPQPGAPPLGLVGGAPAPAPIAAGLYHPTAGGIHHAGAGAGITRRRQLTTAEQMYFE
QQRQLARYANARRAAQDATLLNRSASTDGANRRGKESGHAVGGKRPVCCSTCHAPR                        
>Umay_XP_757453                                                                 
MTAMLPDEVVYLIFSYLDPLSLRSVLQCNTTFYRIATTPALWELPYLLRWSTGDSKREAARGTDAWRKHRQLQRLAKHAT
QAAAEQSLTTASTSLSPFRNFQPNNGPVGDSAPPLKLDFYRLFLERIRIDQEVLDTLYEQVVATHCYIPPVVALARKFGN
DAKDVLAAVVEAQQSGPSWSSSGFPDKAFSAATTQGNGKQLNKNDPLVYNADGYRLSAYRAHLPTTLRSETHHLVILHHA
REMLEHLQRREAMQRLSDLALPDPNTNTNINPNPNPESWSPHLGSTRSAKVFPSKQTEWAISLLTMFRGGEATYVENQLD
ILAAACDLYLQQRFPENSFTGLSVLEVAKGKATAICDFLADHGFRGAREDLFSDLDNHFLHHCFTTNRETLPLSLTLIFC
GVANRLGLVTSLCNYPMRVLALVSLDPEAPLPTSAVTACAASEEMFWLDVCEYTTVAYDAHEPTAVDRFARRHSWLQQRP
PVLDHHDLVEWIHAMGIPNSADFWRPADPIKMVLRAADNILSSLQRARTAPRNQHPVGQARNALRNIELDRRSARLEQQW
RELKRVDHTFLSLYHGRTDPVQHGAIADQIASALDGVAPAIEEDETLWHVARTWRTESMRTLSSQPESWVLPSQTPSQQF
RAWMDARAADNDWTLTRMHLHRRSDHWSPHEQQAAKYAAVNAFLRLKRSMSASEVDWIAGSLQHYFMLDVDVIERDFLGL
GEADVGTSSEGDGGESKEGSDSSDEEDESSLRRLRISALTNRGILTSPNTRTVLSRMMKAVWSQDAKVPRVDRRVRRQEQ
RNPKLTIGMPSAEQSKQLAHRVGTIFRHRTYRYAGSILCWDPCCIAPEDWIVNMGVDRLPAPRTSTMMGRGGRHQPFYHS
QVADGTLRYVADVNVELIHGPIWIYGLPPNESTRRHSADEHVVEEGRTLGMSMHKMLQLRGIGEYFRCFDQVKGRFRRNE
YVRVRFPDDLSDTEEEEPKYGGSDSRSRSPK                                                 
>Umay_XP_756735                                                                 
MQASVGSTDKGKRRMIDPEDAVQSTVAQAFPPFHEAGSSRLLEPMQIPTRTTESVESDPYQNPSLFNGHGHDRRRLSHAR
AKSSLGSVNMFDFFRPSSLASNSTAATSFQFGSPDDSPKPVTASQAAKSDDGNSDEALRDSLERTIDAAKSRMTPELPTP
QQISQHGFAASSASAAQTAGPDEPIDGRLGEAEALMPPLYPEETLPHYEEAPEYTPPLSQSSDSGSRSKAAAFRAAAANR
FLSSRMAKKLNLPSALQGRLQGTQTPDGFSPSLHTAQHVAGSTDVRTRFVRSDSAPNLSLNTCAHACRHIEVCNYAATAY
MQGARMGPAPRPAMPASSRPSTSNVESARSCSSAVSVARPSTSNGIPGRDQRQFGASPMLREAVSNVSSSRRNSGESRPP
SRATVDSSPNGGLFTCGYASSRSGATTPTRSSLLRKGRSRNASLRSLRDLLSLNRDRDHNRTPSDTRCEHDQHQQVQESL
STGPILREVVSPVSHELLISARVRVAPKSRPTLMNTVRSTPQAGVDAAAADNPVLIVPHQRYESQTDPLQKLPREILLAI
FKSLVDLHVEEHTRAIAASSWRGKRSCETRWVGIEAAVRELACLSRVSRAWQSFVLDGQLWQSLEFSKHPNMTEEAMVSI
AKAVGPFVRRLDLQGLTGLRSSVLLALVKAQRPRASTGWELTASISEPFASCQLEELNLQSCQHISTSALNTVLSQSPSL
KRCNLANLPCVDSTTLCVLAATATNLEMLDISRCRSIGTDGVRAIFAIQESATNNSAVSKERNLESRFRELRAAGVSGFD
CETLNQLGRHWPNLEVLDLSYCTSVTDAAIAALVSSAGDVVNEKGHFVTLTPRQAGSQHDDEVVRRKFPYLKKLNLSSCR
ALTDRAGVYLAHGVPALEVLEMANIGPSLKDAGLIKLFATTPQLQKLDLERATQITDAVISALTPPESHAEAFGRAVPDS
DTLMHGTRARGSLLNMARRSVSRRRQTHRSASAAAEQEDMLPSYDEGAVAALIPATGTRLTHLILSSANRLSAEALLSMI
NRCPFLIHLEVDDTHADNEVALRFVQIARYRKVRNAYLSLVDCRSFSRDAYLQLSHGDTADDGVRPRRGSHGYAFRHFSY
DDAEPCIAAATTSTIAVEGVLQTRGAQATPAVPERSDRDSIDGRELDRDRGLDECNELKPVVKSFWGWQLVDARIKQKRK
AEQRAATARRQGGRSKVTNVVAMALGLPSAGFASAGASTAAAAMQTTSRRAGGLAPRWPRILLASEPARDGATRNTHDED
DDDDARGCTIM                                                                     
>Mver_MVEG_00177                                                                
MAYDSPSPADSSELLAPSLCLNADAIEDLAPVQPTADNLLPPSFPTLTWSEQSSAENKAAKAEKRLCYRHRPDLRSKRAA
DEIQLDELQQDIKRLPQQDQQIISHIWSLFGSAPASHRQLVLSGLLTQCCVPQLSFLSNHLQPLLRIDFLSITPPEVAFR
ILSYLDATSLCHAAQVCKSWKRLADDDVVWHRMCEQHIGLKCTKCGWGLPLLEKKKARSKRLEQQQQLVQQNTPSSQPQL
QLVRTPSAPLVNGTREKRFADDSDHEEQTPTAHSNNNTHAHPSPPISTASLSPTDATPSSDWLTRRRSASNDNDESDRTS
KRIRRSSRSPSPSLSQPSGSKPAPLFQSPEPPVKPVEAAMKRPWKEIYSERLIVERNWRKRNFKVKAFRGHTDGVMCLQF
DDSFLITGSYDNTVKVWNIETGECLRTLTGHALCIRALHFDDAKLITGSMDRTLKIWNYHTGQCIRTLQGHTDGIVTLDF
DSRILASGSADATIKIWNFATGECSTLKGHGDLVNKVQIYKKKLLVSASDDTTVKLWDIATRTCLRTFTGHVGRVQCLQT
SGDALISIMAERHRSGRPNGAVGPTRNEGGPGAITINRSGVVDASAALPQDPSSDNERTMVPIIITGGLDNTLKIWNVET
GECMNTLFGHVEGVWSLAFDKLRIVSGSLDKTIKVWDTESGRCLYTLTGHEGPVTCVDLSDTKVVSGSDDGVVYVWSFGV
RT*                                                                             
>Mver_MVEG_00247                                                                
MLQQPLDQGSRTSNSGAHPDAQGREGCDFASEEDKQAYGEEEDYEYYDEDDYYEDEDDDLDDVYGDFSVNTKSPPRAKPK
LTAGNKPIRSLSNSISQNHQHQPDSTNIRPIPPEILHQIFSYVDHPTLYRGISRVSRQFNAIAKHHIELVGIWTLKTQKE
EDDLLEKLRSGAVNVLKVQSSNGQAKTTGRLKPYDRWHWAWQRFVGFITDPIYNNRTLPDTSDSDVHLSDLTAAISTRAR
DPKQPCLLNRVKKVILDNAALPDLLPHLHRIHTLEFNIKGAKYDLALQPILKTCSNLDTLTIHGHSCARNFICWNKDTDT
DTEAWINSHITHFSITEVTFSQETMEEFLGACPRLTFFKATDVHIRSAGVTSSDPPLAYNVPSLPIEPLYRQAAFLCPRL



RDFSLTLKHPFRNCFDEQLALTAELFPYTQHLDVTLSLTKDWSADPITCSFLAQLNSIAFVGKEACNEDMDSLLRHCRRL
TCLSAPEISYTRHPQKTPPNVDKGVRAALAVAEQRRHTFSTPQERKDYHWRHQIPIARDHHQKLLQRVEKKLVREEIMSR
RHQHLASSWRCPRLRVLELRIGTAKQEVSAEGYEDVFRFLGHAFPNLDQLTLHLDALWVGQEIQIEHTTRELRTMTFENN
FKGQLSSYTRSWHEDVKTKVWQESPNALRMLGRLSRLERLIVYVNKVPGVLCPSHFAFLRGAGYRGREQDGVAEPQFCPR
LQSIVISSSMTIAFGKTREELFRERQFVNALKTMRPEVTVSFN*                                    
>Mver_MVEG_00379                                                                
MDNNTEVTIYPSPAPSPRPAGLRLSLTLSNNKVDVTSHRPISSSSSSSSSSAASTTTSFSYPCCAAVGLGASQCASPTSI
TRDDFVSVSSSSSMDSGKDKRSSTSLTSITLARANHRMSSSFSSSNCCCCVSPNQRPLSKEQKRSSSTSPPSSPSPADTI
AKQPSPTLATVPGITDAFQQLDPASQWVLLTELVNKCSTSQLTFLTNIIAPKLKRDFLHDLPLELAHHILSFIDDPRSLA
RAGQVSRFWHHLIETEDWVWRAQCIRMFGPTSCSSLPSPKSYIAPPTSYLYTTSPTSLDAVSSTLKSLSNSPSSLYSHQQ
RSPGSLSSQSSAQPSPSWLNTLDPLASLPSTSSSTGATASTTLSSAATTNVLSSMLLSNQPYSPTSSSMFSSSTTSSSST
HLPSVPSAAAAAAALLSNSSLLSSSSLTSPSSLGLVPKLPNATSAMMTSRIVRSLENIKATALSSSSSLSSSSTSSPSTV
LGATETNYGHDYEITTGEARGGSARQGRSTFHPSNTKSTSTSATTSCRAGTMAVAQTTANMHNENNSNNNNNRQAQKQPL
RLRTQLHHLASNRLQPHHHSSSYKAYFKRRFMIDRNWISGHHSLISYTTPETGVVTSLQFDHHHIVVGCDNSRIQIFETT
TGRSLRTLQGHAGGVWALEFVKGVGATGEKLLVSGGCDREVRVWDMNTGQCLQVMSGHTGTIRCMKLIPSQNLVVTGSRD
ATLRVWDYTTGELKHLLQGHRDSVRCIDIHGDLLVSGSYDCTARVWSLKTGECLFVLQGHFQQIYSIAFNGEYIITGSLD
STCRLWSPTTGTCLASLQGHTQLVGQLQVSGDDHLMTGGGDGFVYLWNLKTFKCLYRVQAHDQSVTSLCFDAKRIVTGGN
DGAVKLWDRATGKFIRLLTKTDAAIWRVAICEERIVMCMQKNGRTAMEIMCFDSEAPVIESDHCRDDTGGGSAGGAYGSL
PTSLYGGVVPSGMHTTTSTW*                                                           
>Mver_MVEG_00583                                                                
MLRYVKDGALDFLASTLPQSLIESIRQVSEDDFLAHHVSHKQRQPQRRRPVVDSRNSAKAVVAGHRNLNGFINASRTDLD
DLEEQNTTSGPTVQLPYEVLALVFQYLPASDLFSILAVCRFWRQVALLETKHIDISEGFPMDCLGLGDDEYSDFDFVYNL
FSIFPLVSSLVIKDRYLRDRDLRVVTAGILAGKMAFTKAGPSVESTSFLAAQKAVAAQRQRQQPQKEEVEKKTNGSSNCD
NSNKVTSSLSTTTSNQPVKIMKGTIKEELRSFSDSVATYVLIPQTRNTLRKKILAQFEHNLEKKELHDTCWMLENGIDPS
PSSTSSTWPASSATDKAYPLVPMTHYRFQDCCFANDWGVHMDRNKLPMIGLAAAISGQGLYVDLEGSYGAPSRSIKTMIG
FCFGQNCVISLNLNFRHTHMELEHVTELLSENPILFRIDIVDSPAYHELIRLLPLRGLGDIMERMHELCLDLDEQGLDAS
LQSARVVLQELASDFSAEEAEIEAQEAAGTLLVLPAPFERSGEPAFSARGPHQDPRRPIESLAQFLKFPRGTKAPAKIRT
AKILLKGVIDHGIVGLINTRDAQTGQSLLHSLAWRRAYASFVTAAKNSSTYLPTPPLQVQESLFPLFASSFPPSKRQLSR
TGATHATSSGDAAVTTRGFDPSFSTGSSPLLSEASRSAAPGDQPSALSSLLALTSALSFKRLSLQPVTSLFSNPEGSTES
DGLSSSAPTAFDQEDARLFATTPPSVTSGSPPAPLFDAPALVIPEYHPVSVSLRMATTLLDLKANPNVYNKDGRSAVMCA
SYVGFQPMETLLIQNGGHSKELIRIRETM*                                                  
>Mver_MVEG_00590                                                                
MDGSLSYALDITPPAIHLPVEILILIAKFTDRASLPACTLVARQWHHSFLPALWEQVSDKALKIPEFVRQLPLCLNNIRK
LAITERTLSAQREPETTHLLMCRRLKSLIVDFQVGRDMSIAPQPSTLESVRTFLRSNRLSLRNLCLFNLPDGSNSLLSEV
QAMVSLHHLALDGWTDPSGSRLRQVFQDCRNLQSLSLAMNALSLDDTTFEELAEAPYPITSIRRLVLDRSTISMDLLTNL
ARCMPNLKDLSLANTYGFSHSTQDDSGSWVDSDEQDSDDINSIDNDYDTYGYYTDEDSDEDSDESRSPSATVTDMGDGPV
TAYTGEDAGMGLLASFPPSDGVDAGSIVSHGNSSMLSMMAPEVADTTEPLEWTCDEEGKLWHLHQLCPNIVSFDFTGCNS
DGVDDVVLTTICQLWGANSLHALRFGDVCQFWDSTFGTIAQHCSRNLTILELSSTHHTPAHFALVQFDPMVQVLLECCQA
LEVLRIDRYPIRAGDISAEPWLCSNLRELGIWIDEHEHNRDDGNRGHRTVRTNAYRQLGRLKHLKTLVLTGSEPYLLRTK
PNPSPTDSLDWQLWANLLELEVLDVVNLDPLAMSEQTLIWMSKHWTGLRTITGSFLPARITEQLKALGVVLAERSSYPMR
GRSCVSGQGPPSQTTIELSRAVDPVTNGGLFKFRQLRPDVDIGAYMDVFDQCLKRNGLEIAPNANPTQENWDLCRRHVQK
IKSTIVSAAQHPVVRPGGRDNSEFMADVMRPRGGRSPSPLGTWY*                                   
>Mver_MVEG_00598                                                                
MGNLLTVLHDLDLVTKALVFPPPYSADVIKFHRHNPYLTLQLPRILPSSAVSTSSPSPSLQLHLSGTTRGIYSTKRHHGK
IVIQLTPTIPILHAPSSTAGTQSATHLIKTLPLEIWQQVLSHLYPSQLARLCLVNKRLFDLVTNQPVWSTMYHAAFPKET
LDLLPGMPTSRSYMLFMCAYSFLICEQCFVHCNPKDLGRKQLASLPLKVFLPWASDNVKLCPQCRVQHYEQYPEPIPEYV
RDNRRSRCDIRRLYNLDDSEIRTLTRFGGGWEEITFSEEDALALARHVYGGDVGLAALPRSLAKSLAKSNNRVYVYILRR
QVLSSGSVWKE*                                                                    
>Mver_MVEG_00610                                                                
MNNVPPEILLQIVSDFPVWSTWSLAGTPRPVFTPQTIAGFATVCRQWRTVLLPILWYRYDSSNGQRIPRSVVTKYSHLIC
ELYDPHPRPWSVKLTPQVLATMKAQSVLSLPLLGSQCARGLKALQMLHDGDQYAERLLLLNPGLKTLDWGGHSQEYWRKN
RRADRARKKKTLLPWRVLTATTILVHLHSLESLTLQKWKTTIIALKGVLTQCPPTLAKLGLIDLRFSHLESCARAPCIER
MLWDIPELHQVKELDFGFGHPDSSEAILYLLHSPRAPKKMTLRIRRLLTNKSIIETLCSILALTSKALNTLHILQADKSP
ESTSPKVAYQLQQWETLLNATVLLDIRDFRLEIPPKVLDLSLITTSMGTTLHRLEIAFLGMRFQVGYDPSASNMLKSVAR
LLQNCPNLQWAKIQMLDWTRGMSKISTDSSTALVGFQQGYTHPWRCRELRELHLVGFDTTILPRTGGDDYGMWNYGPHFI
NPLKRQIQALPKLCTVTLNYATFWTKTHGYSS*                                               
>Mver_MVEG_00633                                                                
MNPPCRPHHNHPQPLTRPSPPLSSHAQDALRVLDIPELLGSICVFLTPHDLLQCLLVSRRWHPLFIPYLWSTIHIRNKAQ
FDRFTRASEQQETVAENNRPPLLARHGHHIRSIHTAFYSLLCPLLEGSVSCASLTRLEFPANTAFTSPILPPEGDNTPTT
SPTAALTRLGLDNSRTNETGLAHAQTVAEYRQLLTANPHSFDEAVLYRLMRKSPRLEALIFASFPFYHDSMIIRIADRLV
GLKRLDLTNPHNCQVKAQSIQYLLQHCAQGLEELKVSISPSSKAEVSPRAWAKELLRPLGLKKLELLGDLSGGGDLLWLP
VLPSCKRLQELSLDLFDTTAQNQLARCLQENCPNLQSLTLRCFAGPQEEQDLVNLVQLNRATTLRKLSMKFFHGLGSLFT



AALTRHLPTLESLVFEECDGIGSEDIQHLLGSCPRLTTFHAMTNNGPRFSSTVYLDVEDMLAGPWACEETLETLKVIITG
IPRPDQQEDQFGAPLTGPLHDVSDRDNYECQKEVYQRLSALVNLRELWLGHDAQDLDDEDNYYPVDGQGLWRFIDPDYQF
ECLEFSLRSGLGHLAGLKKLRRLNLDRMMTRIGQSEVQWMAQQWPKLQTVVGLVVQGEKVSKAVQWLYSHRPDIDLPPIM
GSFTATL*                                                                        
>Mver_MVEG_00643                                                                
MASIEDTPPANEGTIGTAARRALDIAEIRLQISSYLNPVAVASCALVSRSWHHTFTPRLWDSINLCGRSVHQVSSGNHPI
FEQHVHLIRHLRINIFSINALTLPFALHCRHLTSLTLSIAGDKVTSPSVIQERWVQFGLLLSYNPGLQSFDLSSLPMGPA
HIELWQGLANCPALTSLSCRNIDMTSSTQEACQLFAQICARLESLAWLQGNSSSIVTLDPTLLGLTFPRLKSLRLEGTGP
IECEILWRSCTPILESLQWASKGRGFHAPAASQNTMIGGLLLHLSSHDTACSSDKLGSLQSLDIQYLHAISDQHIATLLL
MIKGPLKRLTCRGTQFGVGSFRQLCGWHVAAYPIAQYVFPSTAVTMDATADTFVHGHQLLTLQELDLTACQAVTSAMVQH
VLMSCSGLVRIYAHHLSASDVYEAQKQLKQGGPTWACRSLRRFGVRIVEAAWQASYVSSLVSTLSTQSNNLTAIQMAEEA
VARHCQAVFQELAQLTELEVLRVGSDTPRSDRGLRMNTGMGLKYLRGLGSLSSSSSGRDATGGASVMRRLKVLDVSNMGQ
VMNEDDVEWIVHQFGGQLTEVRGELHKDTRQNKTLKQMFQKGILCSAGNHSFQYLM*                       
>Mver_MVEG_00678                                                                
MTLSTSDVAILPPEIIAYILARIQRHDIFSCVLVSKAWFQIFGPKIWREVVLYRKHSGDLLYDPTRRYFFQAGLARNGHW
VQTFWSDFYAVLDLIVVDASLPLATSASLNAALAQEVHRHQGPKVLCCNLSTIYLGDTELPYEPESSFPSSSSFSSSSQT
LLPQASGQLTPTNLTTGSPSPDILDALTTMALASPPPTVVSFSLEAHTPPPTPPSQQHTSAYQPKSGRVLINLLVQVLKA
NPLLKSLDIRAPLITGHGDDWSRHRSAVPGVLRRILKECSTNVQELALWFPVLDDIESDSEDDEDMGHNQYANGDDFSEE
SESDDQSLHELLGTMALKSIELVHPVSDFYTILSFLARCPSLESIYLRDLGKDFDCEVFSSALRRNCRHLCRLEIDWFSG
ESDQDIAHLINSSFSGWKYLRLDNPDGFGPLATRAVMRHAHCLEQLLVPDCGGFHSQDLQRFLTYAPNLWNVEGTTSNEY
NRMPNDVRISALDLAGSKWACQRLQRLVLVIDHIPRPLIRCRYDGRPFTEEFMPAHLRPGQPYITLAESHSLQKDVCSQL
GSLHQLEELILGHVMEPEPKFILDMEDYHDFDGLTHRYVARGYQYECLELTLESGLDLLSELRSLRVLNVTRMAHRIGVK
ELEWMNVHWPKLKKIVGLVRKPRQRGLVVDEEDEVLEDEEFDEENDEDDEEDLEIERVRKWAEEHPYGIGSSFDALNRKK
AAMV*                                                                           
>Mver_MVEG_00718                                                                
MPSTTAALIEGAIFELDDFELDEGDDDDYFDDVQVAPRVHIKSKPRTQRNKAKTAIKPEPVCTRSLIFPHEILEHVCEHL
SQATLRFCASLVSKQWHIVCNRFIRRVGVWKPLADDYQNALLAKLPTLNALECWAVFDPDIVERDNNIPLSQHRIAWEYF
FSKALQSFEHVDQLPPSAPHCLLHHIRDFSVRFKHSALDAHAAMLSILPGLRLLHTLNIQFESYGTVALFTVLNNCPFLV
NLNVRAIAYNISHAIHGDAADEIEILPPAPPTPVTGTSGALVGPRKAPPRPVYLQRYRLINLTLHGLVINQSVLERVATT
CPDLRSLRVYEANKSVWKSGVNVAEPLNRSEMMEMITAQCPKIEWIHLSLCITSDQLTMDLKTSHCQAHKFLALQCSEHF
WSEPSLSSRAILHGITVLEIPRCTSATFSSHALGLILRRTPNLQRLDASGVHFDTTQLAWEPVPNVPEPKSKREAKQLAA
KDKRKQREARQIAALQAAKAAVAEATLCPFGGQNIPMHWNCQGLRSLRIRTYHQSVNMDDSLFKYLVRYCPLLEELHLWI
MYFRIGQIVKFPDVKTARSTLGAAKGRKGHFKETEPERIASSIVLLNDLIHMRHLSFAVSELKGILQPSDFEFLRKTEAP
GTALDTTVWPHLESFHIRCGKIEVHQSLRSITSVVHEIRPAVEFRIKIDPSIHLFTWL*                     
>Mver_MVEG_00777                                                                
MAELVSHGLDSDMEYELDLDTYADFDYDAFVRKFSDVDIKPRNTKREIACHTIQPAPPEGLVAPKKQRTQLRPLPHEVLS
AIFSFLPQATLRTCASLVCKDWARVCQFVVRRVGVWKVLGEDGHLELLNQMPKINTLVCWILQDPELQPEYWTSIDPNSA
LKMWNKFVRAVTEPLPSRGLKKVKNCLLDNIKEIVIHGNYISYKRVTAPLLPHLQYLRILRLDFQRDNASMDLFPILDHC
LNLKELTIKGAINRFLLVRADGEDQELEIANVPEPPPKEELESYIHENQPTTIYPQRYGILCIVLHEVVISQRTLERIIV
TCPLMRTLKATEMKKYRPVPSRPGSLQPVHLDRGRIVRLVRDYCPYMEWLALIQSLEPEQVWNTTVRPIKQGYDSRPPPP
VLYEWFVAKETRYLSACMEALTFDGTRYYRRARDLLGYLTILEITDALVLQEVHLLSQLLSLTPCLEHFRAARARLYITD
LRQKNWVHEYKTNRERRMIAKEKGRKDLSPAHQASRRNVMEYVQSVRESKVAMHMSDYWRCLNLRSLDLGIYGDAPNTSR
LFTYLWLHCPVLRHLCIRCESVQMGQLIQYPEHGSRDLAWTNSDDWAVQRALPQRFPNHLQDLRGLELLETVRIYTDSIR
GILAGSDFEFLRRPLDMRSQDQRQYEQRAAKHAPRGAKEVAGTIYEDDEGDDDTAVVLPFLTSVVFVYRSSPMKEDYRDV
VEALEEIRPGVEFKFIERFTTDESI*                                                      
>Mver_MVEG_01314                                                                
MTTERTHKKARYDPHYTHPSPQSHHAIPFPQSLTNSFPPSPPPGAALMHKKDPMSYFPEEIATHIFAALNPADLGKCATV
SKLWHRLVNDQILWQQLFIKYGFISPRGLTISSGHPSSSSSVGHTTTPLSRKRKRTTPQRQLQRQYQLTSPNQCWKALYR
LNYNWTVGQATVTTLSLNDLWMLDQDVLLRQSLSDLGRGSSDNEEMQGTIPRIPVPEDGASRIVRFRGQVILVASPQGMV
HLWRIRDEQGPDVGAQERKPEYWQTYTCPRIPDGGCSAPPRITCLALDTSSDKSDAKDWQRVLVGYESGHFSIFQYYQGQ
PPLEENFPTMVEIGATTQLVAWSEVGAVQSACFRYPIMTTCSQEDGAISIYKIQEKEHGANGDPQHWCRLLHRLYGTPTQ
SPVEMELSQISSAGSEVSTEVGQASGSGSRLGVWRILASFGLELFDNSWTVRVQEIEFDELRILLSKETGAEGESTTTSM
DPTLAFLEPSESSFWCPEPVVDHPRIGAISALSISWPYVVTTHSDNTLNVFQMYRVAAGRGGQGSGSSAQSKGTKLRPRL
AFQHMSTLYGHCGAVSSVSIEPGSGRLVSASMDRSIKIWTLVTASKRAGDARRLGSSSSVSRYQQHLQRRQYQCSVSMSD
INKSWTKAGQVTMEEGQGLVWIGADEEKVVSMSYDGSIKVWQFS*                                   
>Mver_MVEG_01437                                                                
MSLPTPSLIKASGPLETPEILGLLARYLSVNDLARCAQVSRLWNTVFRPQMWHTFDDSIEPWNAILEIASRTSSDICAFI
WSGFYGSPADNRGRDEAWVRSVIGQNAKYIRRLTVKWALTLEACIQSGECTNITTFKTSVLPSSNMFHEVPPFASSWEQW
VPDIPASFFVTENNPEGTLQDWYHPFIARALRFMWQFILQNSGLEELVLYPIQSTDYLSYLPPKPFLYNVLWSLTQLRRL
EGLPLDNDDFVLLRTLMPNLEEFSPGRCTLDNIEYYGESVTEKGIEALKDTNTKMRIIKFQTSISARSQAMILDYMPGLR
ELHVGREFPGEQISPNENIHINADSVRLWSVPHLYCFLHPSITHSAKNLQELRIQMLNYGVNGLVELLRCVNPDLQVLDT
DCFVDYPIGEWYREVALPLPPVLNIQDTLPQFNLRSLRLSGLSSPHVMFAPARQRGEEIAEQSEELTAGSAWWACFSNLT



EFVTQFVAPATLIAIADNCPQIEILDVSLAQKGSTAIAYVLTKCSKLKSFIGKGHMIDVTHVVQGPAWVCRDIERLHIEI
DSSTPWWDLIGRSKGRLRNWTMFTRSLRIRSSCPSHLGLGRLAGLKKLGCIGVQEMDLCVGQEEVDWMKKHWQLESWVGL
SPFSAGGGFYSAKNGLIAKLIKEAWPSIRLH*                                                
>Mver_MVEG_01460                                                                
MFKLKSTAAVLMPSSAGIPYLRPSPLDIPEILERIFSSLNRRTVLHLVRRVCRQWYHVSRRLYSYPLVFCDATSRPKDFE
NILKRLPYAGCFHWKPPSPLSDKRQQWIALRDVLEHMSMEKAIDRAYRPEPEFTVQAMKLPLQEFCLLGAALKETVNILL
PHLGSLTTLRLDHYGFHELEVDVVLRSCPQLENLFLKRVLLVAVSPYSTPLSSLDLTWGARGPLVPSLSDKFLRLKVLKV
ILCRVHLSKMVDILAVCPKLVELSFVVNFLNDTRCNPETARNISDDEFVSFLGLACRHLRRVHYSRVDKRLEANSARALL
HENPNVTEWSFLPRDLDPFLGSQLRLVQNVITSLEIADFRQHRSTVQEGLDLMQTAVHQFLCNAPLLKRLKMNRMNCAAG
RLDPFPLDLQFEPRQLSTAEDAADSTTEPRVWACRNLHSLTLRFILSHSVDDARKHIASDVRVVFGYLSRVCPKLRHVDI
GLDRHSLNLQSGLCLVSRMKHLEVLIIEMQSKTLQWSRGADLSWMDPRLSRLSTFRQQWEMKKWGLIVEKEQELIQRRLG
YLERWQTSRQTHQGDKVEDGGAELAHSLALLGTLTDVNNCMKEIAESKGNVYHDCAVYASRSTPRVNITRDKVKTCALDA
LSLDDY*                                                                         
>Mver_MVEG_01546                                                                
MSKMFRTHALDLHEIRSKIASSLSLKDLASCARVSQDWNDSFTPPLYKSVVLSKHGLSMESLERNKHLIQRLNIQSSVYG
KQSSTSARYKVICSVMTSSTLITLNLRNNSIGDNGAQALSEALKTNSTLTTLNLRSGSIGDNGAQALSEALKTNSTLTTL
NLGANPIGYNGAQALSEALKINSTLTTLNLGDNSIGDDGAQALSEALKTNSTLATLDLRYSSIGYNGAQALSEALKINST
LTILSLWDNSIGDDGAQALSEALKTNSILNTLNLRNNLIGDNGAQALSEALKTNSTLTTLDLGNNSIGDNGAQALSEALK
TNSTVTTLGVVFW*                                                                  
>Mver_MVEG_01625                                                                
MKWASPRRLTKRAKNARPTPLDIPEILELILSFLRLHDRLLARRVCKLWYRVSRKSVKITLETQIPILQMDRYTFIRQID
SLIHTISPTQDVSTSARYTAHFFKAVKAGTLDRLQELVIQGPTKDYELWGPILLYLPALSAVELDNMRYPALAIQMFLNG
CPQLTRITARFQGEQQSSNASPERMGAGSSPRGPYQLKTLVLDRITIGLSWIESTINNSPGLTKLRLLQIVTDNPYDEEQ
GRSSEDPCFISRVHKSCPQLRVFQWCLTNFVQSQINLTFTDHDEKSKQENAFSALGRFTRIRDLGVPDSLLSPTLWRTIS
ALPNRLTSLSIFRFPTFLYQESGNINGIKSISTSKLLHRYLCSSPQLLHLHAPNFMFDDRLLTSDSNEDCSEDENSIWVC
RNLMTLSLGFGNWLDSHLPPDDPETTIQDVIRTLYSITVSSRIVFGYLAQVCPRLTQLWITRRWLDCSLDGGMVLLTNME
RLERLEIATGSQVRVHFWDFIWLYTSPSKLVKLTNHLSSNESKVQRILRYRYEWLGCTDCADVDNDLLDKLGLPQHYCEA
SRQQTQRQGSEFATELAYKFNRTRSSSNNSFISSSSSSIKELVLAKASSKTHALTKSSTKRVKEDRHTIPYDSWPYLKFL
AFYETHDFNTIAKDLKNIMHQLRPSVTFESHTRVF*                                            
>Mver_MVEG_01842                                                                
MMDIDITPFSLPYMPENIWLDIFSYLSLEEKFNVAGTCRTWHRILEDPSLYTHITLDNMEFNTLVLCMKQLCRFGPRIRS
FRISNCFSHFISKTTVPVQNSSIVHHFPQSGMHSLYSHITSFTLARRREEYRKLGFTLHEKFSRYLVALLEYSDESLRCL
EIHDNFLDLEMTELVFCIVRYGRHLEHLLYDGNKDGGFIAPEVVSAITAACPNIKSFRGQHAISDTVLRRMMTGWEDLQS
ITLAPYQSSDGTKEVSLEGLWSLLEHGKVETLEILDLQCISNENVQTMVNRAKHIRSMRSPVSSPLAHPFSHHAAFTNSY
MAAPLNPIPGESLRHLTLTKYTSTPLTLPGFASLLKLFPNLESFSFTTNFFTYDYQFQGLTKDIYEEEIAMVNRLVQTEM
TDRLGLGRFNWMGEWHAAVTEEQRLRAGIMRSG*                                              
>Mver_MVEG_01977                                                                
MAYSSPPSPSNVVELLAPSLCLNPDALEDLAPVQPNEVNLLPPSFQTLAWSEHSSDSTPKSQKRLCYRHRPDLRSKRAAD
EIQLEELQQDIKRLPKQDQQIISHIWSLFGSAPASHRQLVLSGLLTQCCVPQLSFLSNNIQPLLRIDFLSITPPEIAFRI
LSYLDATSLCHAAQVCKSWKRLADDDVVWHRMCEQHIGLKCTKCGWGLPLLEKKKVRSRRHLEQVSQSQPLLSQPQIQEI
HDSEPEDLAQDMNTAMEAASASSHPSPPASVTMSPTRRRDSFDSEDDSRSPKRTRHNTRSPSPAMEGSTPLFQSPEPPVK
ATEGSTKRPWKEIYSERLIVERNWRKRNYRLKEFKGHQDGVMCLQFDDSYLITGSYDNTAKVWNIETGECLRTLTGHALC
IRALRFDEAKLITGSMDRTIKIWNYHTGQCIRTLQGHTDTVVTLDFDSRILASGSADSTIKIWNFATGECSTLTGHRDLV
NKVQIYKKKFIVSASDDTTVKLWDIASRTCLRTFTGHVGRVQCLQTSGDALISIIANRFRRSQQNNATALTTTDSGRRSP
SYESSSDSETRTVMPIIITGGLDNTLKVWNVETGECLNTLFGHEEGVWSLAFDKLRVVSGSLDKTIKVWDTESGQCQYTL
TGHNGPVTCVDLGDTKVVSGSDDGTVYVWDYGVDYTSS*                                         
>Mver_MVEG_02036                                                                
MDTLPKELLDAINSTGNDKLSSKADLVNKNQDGLNTTRSYEPHTPARASSHQRSHRGSSQQNIQLPAEILLHILNLLSIP
QLLPCQQVSRSFRAATRTVLMDRLGGGPSHLRQCPVCQPPYLFHQPLQQRAMSTSGIHVGSVSTLTERELARIGGGLSLS
NNTSNSLGLPPLPQNHQSNLSLPQQQPVQQQHQLHHHLYQRQDPSDATHHQTDLHLHHPPLHNNSHGYLQRQQFHHDAGY
VAPGTLALFLFPHHDHTPTGWQDRQAVHLHCAGVDRTREQLIFQPMVVSDREGAVLRFNTNSWNLPTFGALSPTPLAVSM
ASTLSSSGSSSASSTSRSMGAHSHSRSSSRGSTNSVGSSSSISSNASGSGRQSPATGTGLDLFDYTTGQSQRQQQHPSSS
TASTGSLFSSSEQSSLDERTLLRHQASTVLHSRSPPLSSSPSSYSSLSSPSSSSSSSSSPTSINGNPGSTPSWATGNSAG
GEHYSVIGVKHGDWPEDRQAAGRWWGGGLHSSITHESMVFLPWARAPGEDGSSTDHQQRMLRNEMEMEHVAPATRTLGRQ
YDKSTCAQRCQDGGAKGDENEENECSKVHVHKMYLSSSRAHRPPRHHHRFLCLHHDQLMADIASSDPFSVSGNVASSTAG
SKHLAFEYGARVFESKRCLFCLSSPCKANLEIQVKFDQVRVSLDWILSGFVPEVDR*                       
>Mver_MVEG_02321                                                                
MSSSSSITSKLASNDDVLHLIFEPLNTQDIHSCAITCKNWNSIAVQKIFSWHPNIIGDPNREMPFPNLKKWNEFNQVVKY
LTIGAAADCSSLNKYSMDKVAMLRELHVMNHICLDIPSNNNSSPSSSSSSSSSSSSACKKDPHWLKEVAVHNQSLRVLSL
ISRTPVNISIPRADFKISNYFGNPVQTNLPALTSLKLRYFSLTPGELANLLNFCPQLTRLELEHVWLDSDELVAPPELQV
HAGRLQYLSLLCMDLKGWFVHILGGVQTLVLKGHLQPTAAPATQGIQWKILRSKFDTMMTTMRQLQTLKLDRVGIVVPR*
>Mver_MVEG_02487                                                                



MVTAIIPSASCSSSLPSSPYPNHLDQAGQQSPLPSDLTTTSVPGFNRLPTEIEIIIIRLLGPWELLKASETCKHWRRIIT
DAEWFRVCKQMLPRWSLGLEFDELRGDRPWQRYTMETYLRTKYHWRAPIQPSKTQVVSSSDLNMFSSTSSSSLIGSTTPS
TSAGELSRAFLHVPRDQFLTFSNPLPAPNLAWQNIGPPIPHTHLATGETLVAFMQARYYNSEITHQIALYRKRDLTSPLA
IIGNDVWCEPGPYGNRPWFWPFQAQQLQVAQVMDFSHYPDQQDMFGRVKMVFVIALGENSGPLGGTEGEMHVLDVWLTIK
VLEVFVPMTSLFTPRAGNTAHQPTHPFPHFPPVSSPPHSRPSSRAGHSSSIASFEASIDNEVFRTAIETIVPYHHNREAI
RGRMATTYIRNNEKTGEDEDWIAIFGIRHAAEGQAVFLTKSLFSDPQAHMYRQSRLSIIMQSKHQPQEHPNIYLNPKFVT
SATQLAKPISSILATSQLQHAQPLAPISRTQSPLLSTTLSTSSVAATGENNAVQLSPPPGSQAVSQSSSQPLAPVPVSPN
RPPFKDIVTGASCMSLFPANSDFEHLMVVVTAEGEGFIFDWIRNTHVARLSTATTTDEDIKIEREKKEKEASPTTAAAHT
GIPFANTVLVEAATSPSPITAKDKNLYHWGVQVNWAVEEPDVAAAFGPRKRGNFRIVTMADGTNKEWQSSYWHVDEGILR
GTTSTTLGKRPKNPVEDHQPLSPGLENKFLNLEMGSDELEESTDEEDYDVQPAAKVPRIRDEAEAEAEKRYRQAKKSAKS
LGRMIGSCRAQVAVQVRRGESAKDVLAPGQHLIESATTFSQSDRDVAKTLPALLTKSRHFVMQTTGLSQESFQIVMVGVD
RDSVNPFLLENPSAFKSKDDNISKNDLPDNVGDVSSSSSDLVPSSSTLAEVALRPDANAADKSLLFIAYLIWDHYRIALT
SQYGLCLIDMDKEYMGDVQGTHQEWVTILPKSEDDPLVDIATIDDCLFITRKFSHEIWPFRRVLRKAGVF*         
>Mver_MVEG_02642                                                                
MNELPSKQVADIPEIIYMIIGYLDEPALRKTALVCKAWNQHSISPLWRKLAISKDWYSRDFSDLWPGLDRNGQILKDLVL
ELSPATRMADFDLGQIIDQLTGLLSRTPNLERLQIQVPHKIKSAILNTVAIYAKNLKIFDTDILNWDPVDVTVLLKGCPS
LTQIAGHNFDGNILQAIAQNQPQLSRIDCTHPRFDDEELVEFASHYPNLIQLSVSVHQTLATKALIGVAQHCTKLEHINF
RFCLGIQSNGFRALLDVSRHLRVLDLGMTEVQDSDIALAAAKCSHLETLKLPFCSNITESSIRSIVLSCTMLQHLDVSFC
DKILLSIFDTPTAWVCGRLEHLDVSGIHASYAVEASMVCTLLPSMYRQLGRLTELRYLKLSGHGFPLQMLDLGRAEFAKL
RKLETLDISKLRKPLPWRDLIEIGNLFPRLTEFQFRSSDVIPPGPNVVEVEEENEEGEHGESKEDVLEAEKTLDAALEPT
IEKETEPSTDALTEDIPMVEVMKAKLSSGLDISFRLDGEDEEGEEGEGWGFPGGVPPF*                     
>Mver_MVEG_02717                                                                
MPSTSIKWASPKKRFGKSSTSMMSQALEAESNQYRQQQLGHLSNSRMLSVGLGGSNKVQHGFYRRRGKLGFDKLPREIRV
HVFRYLTTFQLIRVSRVSRTWRNIALDGSLWKVINTTRYYKTIQDDQLLNLGVSASGFLRYVNFRGCAQLSSDSMSTIAE
HCPNVERLDLTGCRQLSSKALADVCMNMTSLIHLDLASLAAVNNYTLQAMAVYCRSLRVLNLAWCRHITGAGLSKLTKSC
QELQKLNVSGCSGMEERWMPTMGINLPRLKELCMNGCQSLTDRGLIGLLSGLSVGSTKKYRKRRNMRRLSSSIRVAALGE
DSLVSHSSSCLDDNDYDEDDEDSLDDTDKGAESDNETSDDEDTEQGASEGAQGGSGLPLPSQSPHPHQEGLQTRLRYLGL
SNCRQLTQEALRAVGHHCSRHLRRLEISGCENFGDEGLIYLAQHCTSLRLLDLEDDSLLTDASLRAFGMHLPHLERICLS
YCENITDQGVLRMLKPLAVNPNTPVNMAVNPDKFCSKLAHLELDNCLLVTDRLLLEFANVLEDRRVKAIEKQREKERKRE
ERRERIRQKKKKPLCSSEHQDEDEDTVETEKRHKHGYSEGSLRSLVEIVNKSMPSTSYHDAYPSPVEERARPVFISSAPV
NIPTAPYRYLPSLAAVAAASSSSISSSPSPLQPRGVMASTSVSEEMAIKKAGQRPILRIITPTRSSSTSSTTSLTSSSSL
PLWPSALQSRRAMPPRPQVKTPQPPTIQVFDCRNISLEGVEASQKRCESLVIKSYYSWTNPRTSTAVSTARARRSYSSTS
SSFGATVASSGFFGSSYGGIEFGEEEEDDEENDTEDEEGMASASNSHSSLHQLQLQHQQHQQYPQRARSLFHRARLGLMG
RRGHGPQCHIL*                                                                    
>Mver_MVEG_03216                                                                
MSNKPTSAGVKQRPSPYPRPTNPGQLKKPPITVVASRLNKQPASLGISTPPPVEHVPVNDLVQAARKAFSDRDFVSALQL
LTGALNVAPKDINLLDSRAACCEKLGRFNDALTDAKTMIQLYPQSPKAYLRAGKILRQQQNYKSCTRIYVAGAERCEKVG
KEYETLARLAKDMTATMEGLAKKEARILDPVERLPYELIVMVFDSLTFAQRLSCMGVCKKWSSYLGSIKRFWLTIDLTKP
APSPVAYQKYLPLVVKAETNNRITNKTVLSLIKYTPPKRLRLGCAPQVTGALFSQLIRMKRAAALEQLSLRMNAKIYDQE
LSLFWSATPNLRCLDLHDSAGVSDAAVISLLARCPLLEELDISECRITEACLMIQSPGQGPLVHLKKLVFGRSLSAFARE
GVEALVAKFPNLETLDIRTLHPRGIQALESLGQLNKLKHLYTEAIDTPSDDSTALVVAKWVEGIPDLESLQLTYCKGVSD
EVMRMIVLGHEPQHPHATRRGWSHSLKMLNLSYSTYLTNEGLLLMATNPMPQLHSVILNCCGWLDESGLCQMLAGSGAEL
CLFECARNGTISNNLMEQLATSCPKIEVVNVSSSQVTGLGVMALVNKRGTELRYLNLDGCQNVSADAIERARAVVGDGSR
VSFLFPRSYR*                                                                     
>Mver_MVEG_03376                                                                
MPTESTSPDATSPTEATAISSSLSSFPTLLPQATSLSVQTCTPTVTTTTTTTTTAAATRQKTTGILQLPFEILAGHIFAI
LDLSDLSRLARVCQYFYQLSQSNYLWQKKFFRDYPYRPGKLVKQSHGWKRIYQAMDRVEVYTWGSNGDCRLGYGRTPKKF
YESLPKRIRRLDGIGIVQLAPTGWGCHAVDKQGNVWAWGRIMESNGIRSDAMPRMLKRPRNVVDLAAGRQVVLAKDHEGQ
VWQWCRENKPVEVCFAGLLTGLGSSSGLRNTEEDEEEELQEDEDPIDQISAGWDICAALTRSGRIFAWRPPESADGRYQH
RIHVEHWVSLREQGGLGFEAVTMDSDRFVKIAAGTDYVVAVTAMGKVYIFRRLDSPHYHEPEEPVRRHLGRQRYTQVLDP
HTPVDRIVIETIVEGSPMQERVVEIRGQILGHGLYLPIFSEALARTVTKSYDENEQLERIKRHHRQRNLSSFGDHTNYTT
PEDTPMSDFIDNKDINSNNNNTKPLNTSSCPTTISANFQDFALHHHSGKVLLGRENVQSRSCPVVMERLLSNACQVEFGD
HHQGLLTEDGQLRTWGAFTDGALGHGDLRTDCAIPTVVEGALKNKFVIKLAMAGWQSACLAIDLSDDKVTMSHPLDIHHH
HRHRSFAGLIGKRKEDEGDMDQSPGHDSGNGGSGNSASGGSSSEGVDSSDGEDWNGERNVSEMPPLSGPSYVGISSSSSS
LLLSSSSSFSMVPHYALSRPGPSLPMVPLTPPIPPQLYSSCTASCSLLVSPHSHNHGSSAGHVRTPLRKRSLSMVEREMK
LEYFERYKRAPVLALTRLSPTLSVYDPEQGQGQGQGQGQGQGHGHGHGHGRDVRHLADQFSALGH*              
>Mver_MVEG_03455                                                                
MHHHHVLDLPEITTLLVAYLSPYDVLSCLCVCSHWRRSFEHELWRRTIINPLPPPHPKKRPPKDDDPKQPSIALIASKAV
PLASQLPSCRYCLPPRAPSAGGSLSRRHQATHLHDHRANGLEITRRLDHALIKSKGHLIQSLEGLDPQTPLLTAIAVHCL
HLQHLELVIKARPEPPQAPSLIHQIRSTPLWSVKEDSLAVEGFMRAVARVGEFRALAEIKNAGEEGFVPRTKVGYAMDLK
SVCMVLEDTKSDFRLLWSLRHLPNLRRLEVQGPGQWINCMVNTEPDRMVFFLEDLVVLLEQCPRIEELVLSSLQLVDGTT
DIDRTRDRSRGNRFTKLLEASVVLSTPPRSSSSSQETSPSPAQQHQHQSQNHTPSSLRFLALPILPHRTAVYLHLLQSAV



VGPHINSLDLSFVEWNCHLPPRDGPPGPGRDRHQEPLHAHLYTRDHTRNDAVDLHRMLTSRLRSWCHTLGHGPPAAYSCL
DLAELAKAFPRTLTKLSLIDVQIEDANLLALDPEQAPAVVGITHLHVRYRPCVCPVEVLEKILGVFRGLTWLEMGATRFH
YRGYNNYTTTNNNTSHTEGEQQGQGQGGSETASLRDRQLVEATEKGVWACQYTLLHLDICQMDVYMYPAYCERLMGRIQT
DLAGLRDLRVDLRCFRVHRQQTKKEAKKKVQGTSEATETCPGRHTTFAEGEASVAVEEVDMTLPLDIEWHQLDRLYVHGA
RQFSPGDWGVAAVGWFESLRADEMRWIREELLSPQATFLYCHFGEWREIKRVCE*                         
>Mver_MVEG_03518                                                                
MILQDRLLHLPQELIISIASFLNKPDLAACVRVSHQWHHIFNSILWYTFDDGCQLSSNVFTRQHKWDDLKWLEPALRNNI
QHIRHLVIHSSQTIEVCATNGCHSLLSITLPDMIPFQPPKTYIRRTKSRPVSALAMQNIARNPRQICLDPDEAELEDMLE
KLIIDPRFENGVMELSGTWLSDQDELEFRHVQQFWILVERNRATLQSLSINDDAAKVLTPFRDNAVLLEFLRLCSGLRFL
RIPRQRGLDLDELLRCFPHLNCLQLGFCNDHIGKYEPSGYTFRSPPPSSGQVAQARAESPVTRPYPQLPLLVDLTINDDI
SASKIACLLEWMPTLTHLSFLSFDQVAANPYQPSTLRLSNAEKLLLHRIKSFQLTSNDPSHKRREVPLLQLMPNLEQLAM
PLVSNDIIDTLCSHNPLLHTFRRSTDPKRRMRIYESGTPTYLRKLLEQCAHLTTLDIVQHWINLSGWVNNEDEPWACRGL
QVFRCSIHNLWRCSDDRDGDDDVVMTAPDRHRDLSDELRRIEESCKAERRLFRKLAQLHRLQVLEFGVEPYRRFFYGIKL
ERFEDTLQLTLGTGLDELGALKELRVFGFEGVAHRITERELEWMVRSWPKLDIMRGLSYDRRVTIGDKARQRRDRLREFV
QGLKPSVVHESLFKYSTDDVPPNGNI*                                                     
>Mver_MVEG_03621                                                                
MSRSSRRSSASPSLPDEGYEEQRVEVPKWAQHWSEEQRAELAIQLLKSVSPSLFSRTYARLAPLYEYRDFLVLLPYELTV
HLLSFLDARSLVNVALVSKAWNRFASENAVWKKLYFANGWTVNQEMIAWYMRSSVYQDTTSTHEQSRTGFSISHGKRKIV
DLDMSDARERECEDYEMLQAPNEADEMDYDHLHRFTRRCSNSPIPYELGDDIVMMRPADESDDPDSSSHVHAAQPLDQAP
EDSASVSSSVMRPQAGATRTPTQSQRHRFSMPSTPFLPTFPRGRLPTYTFGNSLMTPPSMLKRMSQRSNTPTQIRIPGLS
LGNSSASRPSKFFGHGPNSPELGHPTLQTSPTMPGSPPPVPSSPHSSGAHSPLAAKSLWSVIRQGVMGVSGPSTWPLMHS
NRHPDDIDVDPGQGSSSSSGHHQGHSHHLHLPPSLPSWLMHLPSPLTTTSRHQRAATTSHPRSPMAISALQLENLSDPVP
RTIDYNAPDAPLPSNILSLKVLKIHRDPQTHQAMINWKFLYKQRKQLEQNWAHGVHSAQLLPGHAEGIYCIQFDERKIAS
GSRDNTIKIWNLATGACLRTYHGHSASVLCLQYDDDKIVSGGSDTNIIVRDLQTGKIIRTLEGHADSVLSLRLEKDTVVS
CSKDRTVKIWKISTGELVRTLVGHRAAVNAVQFSPESSETIYMGHQRVVVSASGDRSVKIWSFETGECLRTLEGHTRGIA
CIQFEGNIIISGSSDKSIKIWDIARGECIRTLVGHEDLVRTLQFSNGRIISGGYDETIKIWDQESGTVVANLEGGHSHRV
FKLQFNDSKIVSCSQDQKIVIWDFAVGLDTTFLI*                                             
>Mver_MVEG_03633                                                                
MTTLFSERDRQLRASSKRNTSFSSFASISTLSPSSSTTNALSKTYQRSFHVSTQSPPSFTKNQFPLLPSELILYIFRFLT
LPHELRTAILVCRLWCSCGMDLLWSRPQFQNTGVAQKMIQTLALPRTIFPYADYIRRLNLSFLGPDVTDEMLVRFSPCTR
LERLLLPGSVHATEGALERILANCSSGLLSLDLSEIPCVTDSLIKHVARECPGLHTLYLGSCPALTDEAIVKVAKGCPLL
KRIKLTQCALLTDRSILALTRCCPQLIEMDLSSCSLITNNAVQAVFETLPQVRDVNLTLITNLTHLAFSSIHPSTNRFEQ
LRILNFTSCIHLTDDILTRIIPAAPRLRSLALTKCDKITDLGAGVIKFLGKHLHYLHLGHCAKITDRLMISLAQHCTRIR
YLDLACCSKLTDATLFALAQLPKLRRIGLVKCSNITDHGLYALLVTKVLPQTLERVHLSYCVNLSDVAVAALVNQCCKLT
HLSLTGVPAFMSPRYQIFCRSPPPEFTAYQRYVFCVFSGRGVRELRQSMQDHPSTVAGIPIPVTSIRAVASLIVAEDNNY
NSGFDDGANVDEEDGIQSSIVPALDNIPVLSSDMAGMEDVQETATGMIFSTSSHQHENTHMDQFQDQEDSGNEDMMADQD
HSEQGPFRLLPYIFQPQGSQLHRQLHLRPFRGEDCSALGLGCSSIHEGGSESQDGSDSEMGLEDERDPRLSSPGALTPIM
DKSSEGVVGRDRARALPDGDDDEDAGES*                                                   
>Mver_MVEG_03733                                                                
MTTITPPPPSFLTDMMPQQQQQHTQPLISPSSSSSSSASSCASIGLGSVSFCPSSSSSSITSSCPHFDPSSTLQAMLFLD
VTTIHGLVLYTVYLLHRLRFFRWRDTKAISAFLYRHLSFTRTVHSRALCCPTHTEHLRKDHPPSIQDTKTHDEEALSLSS
LLDQGYQPIEPWDSKDASTTKRPISINDKLPAEVMILVFEYLSSSRVLQCMLVCRSWYRLLGPGVWRNPRVLWSRHWSRF
YPILTVPNATTPLSSSPSSESSPLLPSTSHDTDEDVDTTSSVVSSGQLFTDRALAGIHELDRQEIERWIEWKKRDKIRRQ
KTIKRRRVLKQRQQTSTANDSSSLWCISGRTHHRRRISDLEANHGDDESRSRQRQRHIHINDSSDESEEDDRDHISFGNY
PRRSRRDEGEDLDDDSGTDSDYDPSDDETTLLKVVQGIDYLQSLLRQRQDQPTPQQSPLSASTPSFFALSRTLARLRKKQ
TAKEARLRMLHLRRRNGLPHAFPLATCGQWIQVINLHQETPYPQRSNPQSLVHPSTPQPRPRPSAVAAEGQQQQQAGENL
HNPAQLHEQQQQAQPQQPRADHPGFFSSFFGTDRFFQQSPEPNPHPPVINDEAQRSMDPVEQPRLQSRRDYVTDRTLATI
LQCCPGLCRLLVSECAGITDRGLEMIRNSECVRRRTLVSLHMAGCFKITDKGLLILATGRNWDDSDDANLEVCDTTDTVL
RLESLDFAGCFQISDRGLVPLLKACGNRLEQLRVSDCDMVTSRSVMVLAQWCPQTKWLDLARSGPLTGPCLSLLAQRCLG
LEWLNLARSHPSEWDEEALPQGGALSEADIDLDGAEDETDEGEEDAISDNCIALICESCPRLQLLDLSYIPTLTNEAIEA
MSHTANALVCLTIIGCPGITSLSLVYLAKLRNTSGRLGCITMGDALGISEKDIEQIMQGTLSGWQKSLLDETSLGDILGR
SWDE*                                                                           
>Mver_MVEG_03999                                                                
MSSEPQSRIQTDSQIDKRVPPEIWERIFNHLYPSQLSRMSMVNKNLYKIVSSLSVWSRMFSVVFGPTERLRTLRNIPESK
SHMLYMCASSLRVCEGCLKLAPWDATVYHRTLPMPVLVRLPTMTKGGVHYLGEEINLHWRVRMCTACGQKQFLDSEGGID
EKTKGRIHWYRTQP*                                                                 
>Mver_MVEG_04136                                                                
MATTDVTATILPLPHCLSTIPTEVAELILTHLSQSSLAACAIVSKAWHTLCNPFLLRTFPWRAVDINTPEHMIRFMSAES
QRALYRNAAHIHSLCLWYPAAYDIFDPSLDAAPAMCGPLSRDHHGPQACIHLRRLEFGLHGYSSRTSPKKPCLRMDRTMV
QLIRQNPGLKELLIYRPFFPYRILSLLMHDLPNLQVLDLGSKATAVDQGFAKVLLAHLPESICSVKLHVQHGGSVKVGSR
AALLRDHLAYTGPPRQHLRLESLSVKGDTFNNPEHYKFLLSFLKTCDTKLSTFNTPDIYWFYHTQIRKRLARLGVFLQTL
ENRREFVYGQVTGDTKMAELIRSSPRWREINFEYWQNLGPLTAAAVGENCEHLVSLQLQGCGMKSAQIRLILGKVVQLKK



FNALGLYSSSPADPFITAADMALLEWGSPSLEEFKCKIEVPRPDSCDENMQKSGASSSPCLKSLSEAMGASRALQRQVYQ
KLAELPFLRILCLGVAGFTTEPQSSPYQKQCLEWSLESGLEAVTEREGFQNLQCLSVCTMAHRISIAELDWMNRSWPKLG
CLEGMFSRCPEPVPGAREWMKDHRPDWTTSADLECPSAEEIHRSSARSQWCSTSDNQRTLLSITHSQKPGSEPRPVISNN
PLALSKFGQWTTIQFNSGTPIRGVMALT*                                                   
>Mver_MVEG_04248                                                                
MWYAPIIPGVAPNPSARPILLPPLSIPVKAPPLARIGGHLRLWFSLPTEIHQAILAYLSQHDLTVCAQLNRNFNTLSTPL
VWKTIHIKSLSKLNQFKRPSSQLAVLLNANYVNYLHLLHKDLFDIFIPPSTLPVSHRHSYTDGIAPVKLERAMPCQNIRH
LKVHRFTEGMFHNVRDYPPLASLSIRMQRDLIDLVAGNPKLKSLEVYSQMSSQTLLHLVHNSPINIRAFYFGCAMNAVVA
RFLLTYLPGHIKHLVMDSIDSEMDHDKAVNDYLETQFPAVILSGLEGLHINGDFRGFEEYILMPFLDSCTSLKRFEGPGI
SCHRIKSIRESLERRGIRLKTLRLRDLHQGSRSEDHAIAHSVKASSRWIEIHFLKCPKAGPLTATALRHRCDFLETVSLD
HCPGLTSAHLLLIMYHAKVLQKFSMFSYSNRGKHSATPPLTPSTCLAPTGRQRPSGYLCAESRSHGP*            
>Mver_MVEG_04273                                                                
MRNKDLNRANNIGATTDPSTPPDQSPPLPTLPPEIHHMIIAHLDQGTLASCTRVSKTFRHFSTPFFWRVVDISSTENLIR
FLRECTQKALAANAEYIQELTLFHRELCAIFIPARQSPSAVSSFYDPESLYTLNSVYCTQLRKLWIWCRPPPEEWHKTTQ
CQVEYEEIEFTEDMAQDCVALVRRNPNLRSLKIDQQLPTSTFLDLALDSAPALQELDFLSDVDRTSFINSIQFETIRFIL
EHLPEHIKEFSIVGMEEEDSLFGEMPVRTSPKPMNHHALESLTIRGRFEGQEEHLLLPFLTTCSTNLKHFNVYDINCYRI
PRINHVLRQLGVDLETLDSKTFPRFFHTTDRALGETIALSPRLKHLNLKGFGKAGPHTAAATLTICHRLESFNLVNAGSI
PSWALQSILSRAKNIREFETIEHIMWSPPSFLSASHMLGSEWPTLEKFSCPIWVPRPNCDVKQERQDATLDGPTPEYCLG
VQRYAYKQLASQTQLRELRLRYNADSNLVDKGFQWFCLEMTLESGLGELEGLKNLEELDVRNMNHKIRVDDFLWMRKNWP
KLKRIHGLCERGNITSHVVLKACYGVMFPE*                                                 
>Mver_MVEG_04277                                                                
MSEPAINANLDTTSSTEPQSSESLPIEQITVFSKLPSELTLEIFSYVDIVSLFRFLDTCRYHRFLLLNLPEIWRRIRFIP
LSEYTTLAASNVSHTSILAAANSPPTSTEDQASSASGDFSKTTPKGANRRLKHAENERDRDRGGSESLTSEIYAVLRRFR
KSNRLVDFVREVYMDGTDSMHFPSPLVMIIKFPQLHVLSSRYRRNQTSIVRETDLLKDMLRNGSIVEHGLQLRRWDIFHP
YMTKDEGVVAFKHILDLISTVGKGVALDIKRCPGPEDGATVSKIGGGGSHWATNSAQHPAGVQPQTVTPPPAAPANNDTS
NPETTATSPPALTKICANIVWSLEKCRVCEAPQGRCWQCVPICKRCRAIRAPPHINHQTALERERQKTAKSSSSNAPPVA
QQQKLSEILSPQPQHLNATAPRSLTPPGSISLSQMSNPALAITSAYAYLPPTPDPSPVLAWQSSSSQQAPPQPTLTLPPE
FSYFD*                                                                          
>Mver_MVEG_04319                                                                
MTTSLVLDIHFLKEAICQDLSTRDIRRCMLVCRAWHTNFSPYLWRDITLRRRHTFKRFNLPETQAILERYAQNVRVVNNI
FADIWPIFCKHPIHNLTVLKSPVVRRQNWTHKISNNYNRNIIALLEANPYLHTLELGHFSNASETLEDLLEAIQNHNSLQ
RVRIDHPRAALSSPMFGLVLLACLKLQSIFINIGVHGTYGQMEPTRYTFLRLASLLDETSPTTTLKELHFPGKIYPGDHY
VFMSILALCPGLEQLTLPKMNYFDVTPTLASTIVAMPQLQHLNVRSANVPFIHLNEIIQACAGLTTFIAGDSPRSDHAEW
TMVTELLHHHDTLEVLDLTGSRATGVTGAMMHAMLCVVPNLKEFVAMGPVVIKRKHGYCGDPILRVSDMEGAREGPAWVC
RRLKVLRLRFENTDPCEGDVAASEEAQGDQNVRPAQLRIVPRALVDHLSKLTLLEDLRLGRVIPGNDQLGDQPTPVGHSP
AEITSHRTNQESQALPQDKAITLSMALEALSSLQRLKRLELRNLKEFLDKPCLRNSRKQWKDIEWTQYS*          
>Mver_MVEG_04510                                                                
MDLTSPFSTPEILDIVALFVPALGFQPRKYHFKPKDLLACARVCKAWRRVTLPHLWAVYHVPTMNTILKEILIKYSYHFR
FIDEAHPPWMPTLMHLITPPDWKISLLSTMLKALSISSIRQYGQISLLHANPNIKLLDWTHLAADGSPHHFVNALADIGN
SVRDLHLRNSRAKGQRVALITVSSPTLSDFRSCSALNLQNEAPSVRGTLSTSGARTTNRPLLP*                
>Mver_MVEG_04872                                                                
MSNPQQQNSSQDHDHDQDQGSSALLPTAHSNNGQTSQPIAVNGDRVEEEHEEMHQSHDLEDDDDEEEEDDSQDYYDPHGN
NARYHEQKLEIEESWLEWERQARANSHQNYIFQKPGSAKRRDRRERYTQLQMHRQGSPSSSSSSLGTVSGSASAPGLVDP
DSSSDSLAAIEKLRRLGSYRPALASSIVHSYSNLSWEAVQAAREKRLAAKAIASGSGANVICTLPVEVLSHIVSHLDPNE
LFCVSLVCQLFYHVVNADSCWKTAFMKFFGGSIPFKRLDPKSWRGEYIKRTRLLRRWEKGRGSNIMIDPKIGNISKIWAE
TDNRPNEGWFLAGGVAEGVVARCNPLQGKVHKDAVLRMIHLLNAEVSIMTMDRHRVLWGLSTGQVSLTTLAYAAAGQTFQ
TFAGFHDGPVSCVKLVPGQLGFVLTGGVDGVVKLWDVTRARCVRNFRTGSSLVSNSRTRIDFICCEPSSYVIAGASNGEI
YIWDVDISTIIAPVSAPSSGVSSPARSNSTDNILATAAIVTPAAVILDPSQDAAASTAPHLPRTIKLPEEFKGVGYLEVD
FGVGNSGLILAHAVDATVMHLYSLHTLAHLAELKSPAHFSPITAVHWDTPKYEKPMISESNGHSPVHHFNGRQEMSSLLA
TGDAAGNICLWYLSDIHKRHVQQNKSMFHPSQRLRDPVQMEPVSVLKGHESRVTSLFVDKLVIVSGGADGWVKAWNPVNG
NRICVLNGGYTRGRDPNDVANSAVKCISVNSLQCRGVVSIGGLIRSWDFSPEANIAKDKYRNYGSKKVNYSAGPKNKIQS
DIRHSLQETVSLKRLESQAKERQEQLHRRYNNLEGLNMVDMTDEEVVEYVMMLSKDQEEKDQIAQEIFEVQRLKELEDRL
LDERTNGGEGSTKGAKAVRITSFVPEAVSDKDREEEEALVQRAIEMSMLDIQGSDEDHHHDHPDHHGHDHDHHHHDHLYD
HHIGAVPNESLGGNLDDQLHAHVPTNWDLGDVVNVDNHKASDALAREDQSIVQSVLEELLDAEDAIEANMAALRTNNDES
WPSIVSKPSMSEQMDPQRCELPTTSLVRDLPVPQPQQKMSWSQVAKTTSASSLVSSNGGQKQQQPSIIKTYRPQEEEEDE
ATQLARILSLSMIEK*                                                                
>Mver_MVEG_04889                                                                
MELVFDIDDLIGRTSEDIITTSIPILPPDILLKCLQYLPISSLPAVAMACRRLKVIVYSDELWESKLLSIGYGFGIRRYG
LSDQAHDSLLDGPIDSMPRFPVHGSNMSETTRQRMAANANEAVKGAGRNSFSNLSDDGKRISLDSEATVGRFQIPGLPGD
PYSMIQGRKASHGAREQFRVIYNDLWPYYVDFRHSNKDSKVIQEFGKSVLDVARMLARLLSFSKGYFAVDSEQINENLHG
TCEYFENRCLHLFEVAYDSRDVSEMAKFAGVLLDLNGATACIQIFIQKNGIFFDNNYEPSENLKQYEIWFAQPLVTRENS
PFPEFEPLRLFMEFTEMEFQKQGIIIHDVFPEEADVLYSFAERVFEDVISEYCSQLFDMCSMRDKLLYLKSVPTAYRFLE



KLEHTLITMEPLHLPRFRVEKLLARVFAPWLEQYLKQELDWVQKSCKDRIDKYDRQRDSNKNEPKRMNPRNRELFKRNFL
KGFRTVLTLPYKISSSIVTVVTSSTSSSAPTPITTAPPPSSASSITSAPSSATTEKGRPKSNRFSIRSITSLSGSTASSS
APNTPTSSNPASFTPEQKAISTASDTDSVKSAPGGVEHTPQTVQQQQAVVTVQEIQEEMNSLLSVELALHLIHLDKDALQ
RLSAFAALGGVLGGRVQKTIEMVFISLLRSMGQSHIKPGFAAAIQQLGKYKPTTEHGEGVTPLMDFFELVHVADLILQMV
QVYYAEEMCKHIDKMDFLNEANKEKKAFERMIDDGVAAGLDKSIEVLIDQVTYILATMQQPADYNPDENSDIELQPTLAC
REAVTCLTTHTKMLIGCTDKHTLDVFFQEIGLRLFNCLTKHLRSNVVSSQGGFVLICDLNHYYNFIVGLKQPTITPNFLA
LKELGNLFIIQSPADLKQLIHDMERFGGILRVEDVFEFAEMRSDWKSIQRIVERDRLECSIM*                 
>Mver_MVEG_04958                                                                
MAHTDVPMPLADDPSDTRSTTTRSPPFLHHHRTSSTSSTSSTPAALASDVSVRRRRYSVQSFHSTPATDQTHGSKQHRCH
RHAQHSRSQTHVPGSTSFWSGSFRRFIKAITAGHSDKDQAWSGNGVNSCEASSSSSAQSSSSGTEDQETDESNSSGECEC
NCGNDRRPSYDVRSSSVQQQVVPTRSTKKRSNSTVTTSSVTNNSSGHKEPKSRTGRASSVSGASVRSNMTGSSSAGNRRS
SITSSIAGESVHSYNIFQHKVRSTFNAAQYRQHFTGHGAIPPPPQQHDAIKRRLSFFKAVTSGSSSSRRGSAFSTKSQET
AVNLTGINPADDYDEYEDEDEDDDYDLDDDNYDYEDDEGEYYNTNDAMLTSEVEFEILRRRQERRYEIKRRRQSLLSNTS
MRGSIFPPPLPEYQQRPSPIHLPEILHLIFQFLVDETPADDYSQREIHSCLLVSKQWYLVAQKTLWREIRFKDPTKLELF
VDLLRRTDTVECLGIERSKQVVEPAFTAPIHSVGQSAMALITKRRSSVGKGSSKESIVSPSAMQKRLYERASCVKKIVLH
KLKTLEDQDIMPLASWFHNLQVIEFYICEKLTDSIVVAIAENCPQLQNLLMPGCAKVTDVGIGKVALNCPRMKHLDLRAC
SAVSDESLILVAKNCKDLWHLNVGRVTASSKVTGASIVEIAKNTNLNTLGLAGCAMDDDAVIEIARYSRGGLHRISLNSC
SMLTSASVKALMQMCPNLAVLEIKQCHLVTDMATLYRFASRRVLVELCPVLQKRLVEYKVELAAMNASIQSNNIATTTTT
TTTTTTMTIINNNNFFGDDSTTTTITETIMNTTAPVPQQTTTTVTSQDEE*                             
>Mver_MVEG_05115                                                                
MTFDILTRLPVELAYQILSKLSITDVVVCQSVSRQWYWITTDQSIWKQVYLEHERPYAIPRSALVPSLSTPSATSSSSST
SSLSGYRDWKQHCQSRVVLDRNWRQGDIQSLLTLRYHRGGIVRLRIKAGLLLSGDMFGQVAVWDTDSYACQCVVEAAVGP
IQLLDFSAKAMVMTVISRSGVCRIWSIKTKELICSFSAYDVVCMTMDDDHLVLGGRDGRIQVVDFMTGAIVRTTTAFAEE
ILQDIYIQNDTLIIATGHHLRILSIDTLQILSTCPLPIAPSVRTFCSVFHIRSLILLTEEHLLHIEWKALYGSINKNFVI
DQNKELPPNLLIPPRIQKTKVPPISTITSIAIGGNHPRVLTTNADRPSLHDTIRLCPAPRLNAWADDICPSDAPEATRTT
TAAPSVAAAAMRLLESAEEETGSVLSSQVPEVAQYLETCGLKPSFMDVDEDVIVIGTSKGDIVVLNMLSLE*        
>Mver_MVEG_05174                                                                
MSSSDLDSLFLHSGISTTTSGDDTTSPDDVLVFSSTSPSTPVLRPGNLASASIATELVFSPCDAYGSCSGYSAFPSPDEK
SRLVDQLYNVLLNGNRIDLLSKLPYEIATYILHFVDMNSLAKVALISRTWNQFARDNEVWKGVFLYQKQWRIRQPSPKRT
LPLNWKMLCHDRKELEHRWKSVPPRTTLPGHKDSVYCIQFDNSKIVTGSRDRTIKFWDLHTLKCTHTLKGHSQSVLCLQF
DDKIMVSGSSDNTIIVWNMETHQIIARLHGHTAGVLDVCFDDQYIISCSKDASIKVWDIHTKVLLKTMTGHHGPVNAVQL
HKGQVVSASGDGLVKLWNVSTGLCVRDFIGHERGLACVQFDGETIVSGSNDKTIRVWEASTGKCLKVLTGHDNLVRTLHF
DQNRIVSGSYDHTVKVWDMKTGECTLDLKNGHVSWVFDVQFSASRIVSTSQDRNILVWDFGADLDTRLFV*         
>Mver_MVEG_05178                                                                
MSKGKGKKEDPSLPEDCIFEIFQYLSAEDLAHASMTCRSWKKLSEKNSLWQHLCLERWRTWPTPSPFSPSEEQPKHDSTS
HEFRYTTGNVTTSGIEINLDSTEQTYDVMNDVLSDPSPSIKRPSMKRPSYPPVRIEDLHRPRDWYSASEPPFEMESWKRV
YRERHEKDAIVRELLQEMVQDSRNRMRHMEGIADMGMVMARDVLENIMSGRNGEEKDLSRSYYARKTVARLQRGWVLDQW
RAFRENEIQFPIWQGCGLISMYSNQGLDLADLDQQFQALADEFLCISPMDQDEHEVLVVSNTLANTTLRATSFDRHSPGS
FSAIEAQPRSSTESNESTDQISERYRRHYERQTDRLRDLIRFFTVEQGFKGNVESYYDPFNSFIDKVLSRKVGIPLSLCV
VFAELALRVGVSGVELMAIPQHFMIRYRPTIPAHLGHVAGSGSGLRPTPPPSTPPTYYLDLFHSPQQLISTDQFDDYFVS
LSIPRPSNVYRDLPVPPVEVFLRCLRNIILAVDQSGGAGRFGSDHHNSLYSAMSQLLVLHPNEEWTFYDLWLQYLTAFWP
EDVGFARTAIREMDESEQRRMLARGFGPKSAPMGERTHHVFGIRHGHGSAERLQPLHLGSKSHARQQTVRILRSSVQKLD
IEDDTGNVGFIRRRRRPRVRTQEHDQAMGSPSGTQERQTTPAQEVGSKSPVVVAEPQVSAPSSPFGRSDRQRPEPEYYVG
EVFRHKFYRYLGVIYGYDLKCEQPENWIQSMGIDSLKYGRHQPFYNAILLDGAQRYVAQENIQVMFRRKQEPANSSLSAS
SARANGESSSSSASTSAGTRMGTETESDSDVPSVSFSVTWIERDPLTGNSIIRRDTHTTDLSTSEPVQSFTHVHVPSLSS
TANSVEQQMLSNGEEEANQEEDTQDATQDETLELSLISLEDPYATTAALGTTTTSINSVAAAAAAAAAARPEASELGPLG
IDGIGKFFESWYTDGEEGHYVMNKEIRKLYPTEDYDY*                                          
>Mver_MVEG_05220                                                                
MALENQLDVETAIGGVAHQIQSSQLIHHHLYQGSPSQLPHHLQSFNSSFSTSSSELESLDKERDQAESQDRIRPTGIHSL
EPLLLRYIFSFLAIQHYDYLNHRTHTLYNHLGPVSLVCKSWNNIASPLLWQERTFHGWKAGEELNVFLQLTENADFSSTH
EYGEFVKRIEIIDSHDVVDKQNGQFVINWITPDVVLALSEHCSKRLRDLTLVFATGRQVSTEQEEGLIPWGSLAESCRRL
FMLSLTNYICPILPPGNGHPFHMFAAHTNPLTELVLKRCKNIPADTFQQLARTCGKALTKLVLLDSDENLGAPEMIEFAR
HCPNLRHLNVSWIETVSPKINDEALLELTTNCLRLEYISLLDANEISDLSFQTLAKLRYLRNLILPRAGTTQSGMAFRQE
SLILLAKSCKRLEQLHLVAPGATTSRFFEALLFCPHLQVLVIVELCKGLLIDQRFKTLGLAKYVDPETVEAYKLVWHKKT
*                                                                               
>Mver_MVEG_05256                                                                
MTSIDVLPTEILADIFGHEGLGDIARQVCRRWRQIALPLWLRRLVLLPSDPFKDMGLLEYLQNLPEDHRLSIRALDIAAR
RDFDSGGNVFSSDVADEACLRNVLLIQSLLGHRIVDLTITDTGWAPESLAHILQMNQLATLRVLHFQLSLFKPESFGLPD
LVQELMRLYDSHCHTLKTLSFDLALPMSRSFWAAMANCTDLQQFHLSIHRSSEPVLTNILQLVLPRWTSLASLHLCQPRF
LSPDLLQCLYKDLPRPDLLRELHLIFEACQANLYEDEFIEMIAAMPKLQVLDAHLDWSNRMMEQVAARLPDLRELSVTCL
GAQFDCRTVRSIVWGEALEKVNMRTSARIWGGFLDAVRMRSRRVKILVYGSMKWGGLVDEWE*                 
>Mver_MVEG_05768                                                                



MSDKDSHTLRPSNEQLPGEVLDQIFSNMAREDILRSTRVCHHWHHHAIARLYFYLPTYPRYWMTHQPKKTEAMRKHRHLI
RYLEWTRNFKYPDHIGSLVYALDLPSHLLALDTDCLSEGTTQDNEKMTSLPLSPLATEHGPLQVASLRYEGPVCRTDFFP
EFLLFFPHLRRLSLECDSMYGMPTALHLGLFLEALPSLEHLEVHKGRGYLAHKEYCSHLLPTSFALDEHNYAMRPKFRLR
ILEIEVHYLSWFRNQLLFSRLPYLQEFVLLDKELGWWPVAGSDYEPQTFSLWLNHCCPELKSIQCQTMTHPLDFQGPPAG
TMLPGLNCDGTTVQDTWALYQALPQISAWMKFHHHNHTSSPARLNLFRQLERFASFNTRVQVRFPHYFLAQLRPTASRTT
LTQLDLTNVVGKIHPACHRDHAHQREELTEMAHLQSRDLQWLLENCPGLVSFQARSQAIHAHDMMPDPEKDPHCHWPDYH
KYEGARVVRPWACEDSLQELAIGIVCASTSMSMVQNQAAFTQLGRLLRLKRLDICYSSLVPRLDYGMDRLQGLVELQEFS
WRYGLCPVPDKAVLQMLVRVSPSLRRVTLGLRKGSYFEEEIPKWLSGVEHHVTWQFMGVI*                   
>Mver_MVEG_05774                                                                
MSAKNEVLPEIFDIIFTHLDTADLLSAILVCRQWHDNAWHLLWRHLHHPTLSSTFFQQLEKHGHRVQTLALLLDSDRGSH
GVVPMELTRVLRHASRLTSFQLCLSHSGSEETVASLLHVIEDLLGPSKNNTNNNTNINSVLTKLDLDIGPILQQHAVQFF
PAFQDTLRDLTLSGGTHTAALHAIMDTLPGLVSLASHERQAADTQEGFTDETLQDLGTHRKLPFLKSLAITLNSHVTTAG
VDGLADAYQGMLTSIDLTTCITIGAEGIEKLVQQSPLLTHVRLNDTNAGDEVLYALAATSRQWRLRVLSVANCTGVTDVG
LRRVVMGCSELDELDFSCAVQSLLRVFVGPGWGCRRLSVLRCGDQARRRTATHQITDSERRYIYLQLERLWRLRELAMDN
VGIGLQLWESGRAVIESLRWLEKISLRRFSYTPKDLIWLMTQLPSLRRLVLTEDVRHLGLIEDLRDINKRMEVVLEEVEL
DDFTDSDDDSDDDDGAFFYNHQPLYGFGLASDSDESEIDHEGYSDDEELATYAGHFTHHVSLTDDDDDDSDGDSDSSSDH
SLDEDDDEEPVEESDEEEVAEDPASDDQESDHDDETIAYAHSSLGVYRSRYVSDDSQANDSDEDDDEITIGYPYSSFGAY
RSFDEDDDDSESQKSNVSDSNQQADEEDASEESEEDEIEDSQEEEEEEEEEEESGVDEEESQYDSDETPPPPYESDSPVD
SCDDDDEEEDDDDEEIIVADDSMEESDDSTPEASDVEVSEEEEEEEEIDEEEEIDEEDEIEEEDLDEEDEIDYEEEDLDD
EEEVEEKEVEEEEELYDEEDEIDEGQYEDYSDDAHVYDYYDDDID*                                  
>Mver_MVEG_05781                                                                
MPILSPSSTSIQTLRRNKSVRSPLSPLHLPEVLEHILSYLTQTSLRFAASLVCRQWYAVSKPLITDTAVWRYDMHDPEKG
HKYEDLRSDLLNKLDRAGSLEVFGLHLNYQNFALSQQMNVQQWQLILETLGALRKASNIQVKALVIHDTLRWGTQLQPLL
GHLSLLTSLNLVRTTLVSLPLAAILLLCPKLQYVDIHMHSFAVSRLEKGPHSIDTTLMTIPQLPLKSLILQRLSVEESAL
EEVLTSCPHLTELHLVDLYNPQEDFAFTASQQSLVSLDRMDFFCRVAEYCPKVNSFHISHLTRKQPLNMAKLTELWALFP
LVTGWGFTDPHWVVPSILTCTNVLTSLDLKTRIYGLEWDMGLLYDFLCESPHLIHLKTACMMPLERLDLEGILTSAGHYR
SKNDPEVSPYDPLIGHPGFVPKKDQPKRIWACRGLKTLDMLFGRRTTECSSLENSRMLFSYISKVCPNLEDLTVRYRVLR
LELESGLCLLTRLKNLRRLTVVLCGKPDFQTRDLEWISRHVSPGIRIKQFMGAPALLAKEQKDVDHLAPFTSTMRRRARS
ISEWSSNSVRGYTRDHMIDGVDMRHLGRIQDIVELTKDRIAKNWACWTTMESMAVLLEPHSDLFTPEKRADIIALARKFR
PDIRFDYRRVPN*                                                                   
>Mver_MVEG_05827                                                                
MTFLYALDLHEILILIAEHLDRSDILSCTKVSKTFYASFLPFLWQKVVVTQEGPNFSHAQQLLHKIHHLELQSSPTSSSV
PTHGFIHLTTFKISGLDNPKNHHDDNWPHLTAILLNLGPNCALVSFELRHSTASPAFWIALSQCHLSSLTIAHSVVPATA
FSAFWEMCTVLESIHIHDVDFQSGGMPLPKNGSRLLRLKHLTHSYIRLSGQSSQEQEQEQEEGAIFPWIFAPHLETLCLV
DGFQRTPTFDLSRMVEGIRLAQDAAATSRGNDTVKDPSPFETLIPGRKIRSLEIHTNRGHHDRDIAFLINNIKILQSITL
EFPGQALQTFCALGRHRKTLTKIHTRFCGVDSVEVLTLLAGCDQLQILAAAAIHSRDMPWSQPWVCLGLKQLSVVIVVDA
VPSDESYVCAARGVFERLGRLVQLEFLDLSGGDPSKEARIPLKVGMGLGQLQELKELQHLRLQGAMFAEMAVADAAWMVH
HWPRLKTVQVRQIDAGKPAPEVEKVFADAGVLVKKESR*                                         
>Mver_MVEG_05859                                                                
MPPTLLPKILTKISLLLDEPHDLTQCALVCKSWSAVFTPCVWKSITITTIWAYRRFFAPEAQAALLKYARLVRELRTIYI
PVIERIIQVSPGSDPSSSSCDLQVSCLCTYLTSLNLRVFWRTTAGNASAYSAKWSENFAIWDGYEIEPHQEQLILHLIKS
NPGLRTLCIGGYIKDRDPFLAAITDASLPHLQKLDLFGRVRDSYVSSERSFQMTRAFLHNCPRTLQVLSLDAGDLWIVDT
SRVVAEPSLPHVLLESLSVHFEESSGEVSVLLGDFIKTCSANLRDIHIGNSKSDWFESLQPALEAIGTGFGRRLEPEWYR
YTNPDASFCQRLTQADDWTHITLTRNRSKQGGRLTANAVLERCGHLKYLNICECAHLFDSRIVHQILCRSTHLIELHSAN
EDSPRLEAKDFVQSWGCKGLKVLDAAIVDVPRPDITLGYDGRPISGELFRGTKEESREVQRRIFGQLAELKDLEVLKLGN
LSSARRNYWTHPFFNREDVTGKVRFFDPDFQFNCLDMSLESGLYLLSELTEMRVLDVTGMAHRIGVAELDWMQDNWRKLE
RVKGLFDPWYPTLEPGVRAWLLENDPEWGSQYTTYRFNEAGTLAYEGGHCDDKSTSAATMYE*                 
>Mver_MVEG_05878                                                                
MTTIFDIPELVLTIASYLDPKDLARAVLVNKAWHQNMTPLLWHTLDFKDRHPTSTAPAFFTGTIARQALTKYGHHIRTIR
SRSFEILEPLRSSAPGCTMLTTLELLDFAEDEFDDWDDGEHTTVVVNVGAQETVDTTSGDGTQEALLESTNPEETNDLDQ
EQQQEDMQEVNTLVITHNDDTNVDDVYRSSVTRWRPARLDLLLHLLHRNPHLGHFVMYDFPSFHETAVRALLSERLPNLR
SLDLCSPASGMVSSRLFALLLEGLSPRVEKLLLTIRHLADDLALDPNDPRARLQHGLEEPTPEEQAQDTTQDYGIKTLAI
YGDLGQHGVTRALLPFLRHCPRLENLTMREYFWTTQPQYVEALRVHCPRLQHLCVFLGDASDREIAATLGASTAGWKTLE
LSYAVGFGPMSSAVIVQDHAATLTALNIEGCGQFKGALLQRLLETAPNLTRLEAVSESSVSSTVDPWLEAQDVAAGLDWA
CLGLERFRLKIRVPRPEIVDTVRYGRGNGSIFHRMERVTQAECSRLQEAVYHQLGRLVQLKQLWLGNDSDMDYSNDREYN
VHVEEEEEEEESKKSLIADSRFQADCLEMTVASGLDTLVALKELESVDISRMACFLELDDVKWMTLAWPKLKALVGLQAD
EDGWNHKNQSWLKRERPDIRLEMDFE*                                                     
>Mver_MVEG_05953                                                                
MVTGVFPPPLFAVKDSEHQPPLCPHPHPTKDLLSSPPSSSQHLDPSLSSPFTTTIHTTPSTLSSPVFSSPISPLYTKQVY
NHHQNLYSRFKVIETSDTQRQRDHLYKSEDVPSSSSSSFSSSLPSPTPSRTNSQSNHSTVQDHPSYQHTHTPQNVNNKQH
QQYTTFAQQFHHPQQKPLHGCHPLNQPVIQQRLLTNSPAVVSTHNPTPIATKSRSSSVSSPSSAPIISATPMHIWEQPQE
RKFVLSSPPGFPPRGRKSSVDSINSVHSAHSAHSVGSIVKNSPFLQQEQKQQEQKQQQQQSSPSFLKHHRKRSSTQGELA



LVMSMGLKIQNQLATPSMSPSPGRYQLTRRLSELTPVREQFIEESKELPKEQPIETPSTPSLTVSTISTSQTSYETLLEQ
IAAQRAKLLVLEAGSEALTKDVAVLDETLDEEQESMDQIMTATQRAVHGWEGVWSHYAKCEPVQALQSRPGTLADLICGM
KWQDKKALYEAVVVACQPRETFQLQNLINMHHGPVQGFDLLHELPSNVSGLVMQHLSFAELASCRMVSTSWKQKATTYEV
VSNALYRLTQSEDTFPLEQDDHSTRNWNQLCRFHERDLRWRRGKPASIHAMLGHSSYVTSVKDRGEWIVSGGYDEKVRLW
EASTGKCVKIWEVGSAVSCVEMFVDPSMEGGGVVVAAFVDIGLLKVWSLHGPLNMHTLTGHQKGVRALAISDRYLVTAGF
DQTVLVWNWNTGRRIASFRAHNEVILSVHLIKNTVYSFCIDATLRAFDIPSRTLLHQVKLLDLQPNSTLQWSCLQDNMFL
TATNKKVYVWHMEHLDSLVLEQNQLQQQAFHLQISRPKSAMSASSDGSNHSGSYNSQDSCDQQYSSPQTLVTSTSSTSLN
TMESAPETPALSIAATSSCSSTGSSYFYPSVSASSLPMLLNTEPSSPGCFDMIETRVQPRLTAVLNMAMDMWCGTVTKHD
PPLLILGSRNSTTKLVTLSLTKDIIDSNKDYEPNYVPLQVFPKPAPVQGMPGGHGRGIMCIDTDASKLIVGCTGGAIHIM
NMDPSMRALQPLRASQAQVAIVTLPHLTSVPMESVRSVSPILPPISLAIATSTNGSVIHIPGTTIGGLSPTSATPHSANS
FPRRPPAVFRSNATNVMASRFSSPAPDQSPMIPAIPLVLSATTIPVGEPGCSTKPSLSLNVLDVRSYEDQQEVLVTDEDD
EDAIGLRQQRIQAARARQRDQISETTGIKPIPGATSIKYSKVETVSAASSARRRNGSLSSSPPRSSPHPKINSKPAFGTN
ATSSSLSSSSSSSASSSTSSSPSSSPSISSGQPPLSGLSKYIPNPPARIMMRRRASSNALAHQAPKSPISPNGNCMSAAS
LIMRGRNRSDPDLLSACDASAKTRSSAVSSSPVPAGSTSSSSSSTPKSTKSWTLSSPWNSPSKRTTKNK*          
>Mver_MVEG_06025                                                                
MLQPNENDVPHAIFKIPEIITLIALHMSPADLASAARVSRRWHSPCASQLWRQILEDQSMWTSLTDALPQYSNFVRELSC
SRYFDLTRIGTYCSHLVLFRPPIIDVNNIDLFIKILERNRNIKTLALSFQHPERILEAVATVLQLVKVLNLISLEIDNVV
VDRGTLEHILDSSHTLEYLKISRWYESQAPSAATSSANSLHPHCPVLEALTVSSVHDPFTLVLTVAKSAPNLKALSFLDL
DEPFQTLVQSPVLTDFSSKLKASCPHLHELTLCRNAHDIDGLNILLDAFPGLRSIHAEEYSDTACVLQALAQHPLGHPFL
ETIVLSSQSTLTHTWASTALSRILLEKGALKDICLKNYLIDKMILDLHTGWACVDLERFEVSFAKFFNPSVSATEQQHIE
ELFHMQLNRLLKLNYT*                                                               
>Mver_MVEG_06041                                                                
MTPPTPSRTHSHLFDIPEILQAITSHLDPASLVSCLQVSHHWFLTCAPLLWSQISARDWLHFSAGSNNEGKWGPAPLLAN
NNKSSPSPSLSLYKASQPSNSYAKLVRSLEYHASLMRQRHWIAPLPLSRCRHPVVIPATLPGKSTKDPSGKSLFCQEHNN
TPAQQHNVLESALAHAPPSDTCFLRQNKPNESVPPHQQETAQDGQVTLCAAKGMTSILRNCSNIQTLRLHAECYGNGEQG
MPIETLCMIGSLTYLQSLELYLNNIVFPALEGDSGVVGGDTVARSRVATREVCIQELIRPCAQLKHLVLRGTAFKFLLMI
TPTQSELAKANSAVAFVLPRIQELTLDIPGLSEPELTCWLHQCPNLESLSLPGGLAWEWSDDFLCTMAETCPHLEAFSIN
GSSFGSLAMSEERLTALVRAFSTSGQLKTLAARACHFGDSTLQALQEFAPGLEHLDISLTRSPGLSTAGLLSYLCHAGAK
NLKCIEADGVWIQSHDLRDFDFQQESHDQEPQGWTCKDTLERLVIGFSSPDRTTTNPVPTTHLPSAIESEASRPLSWYMY
KHLSTLTRLERLQFSQTCLDLSPEGGIHQLQSLKQLRTFGIESCGYAALTQDQVRWMASTTHWPRLETIYINPPGASCER
QIQSWLSEMGRQDSLQVLSLQRQKLQQHYSNMVSPW*                                           
>Mver_MVEG_06285                                                                
MGYHENFKDPFDDIYHPKSNIHRRSRKAQPPIGKAKPHIVRRLGEKPNVPVRLPVEVLEVIFGLLTQSSLRKGTSLVCKE
WHRVTEQVISRVGTWKVSGMDYQDDLLERIRVGSVNTLECWFMLDPDVPGVQSRLVLPEHHAPMWDDFVDKITRPLANEN
ISPGTLVRLSRATNTNDPCLLHLIQEIHFHGYNLSHPQHGLVSLIPNLVAIHTLSIHDQDARFTSLPLTEILRHCPWLER
LLIQGGQNSQVFIDHLPSEAQLLETTTTRQPEKRQPYRLVELSLRHVSIPVRILERLLGECPRLQVLIAEDMNSGVHGLD
GSSYREPLHLEELYASAAKLCPQLRRIHLSHSIEPWENTGICIAENEQTETYLTSYFPKVREIAYLPNLGALKSVFSNLV
YLEILVERMHHFSNIDQEFFDEALQRMPHLLHLYALAVPYKVGNVMLAHCTNYKRTEPRPIVGVKLPPVPRHFPMNWKKK
FDRTDPAVITTIEPDLPPWTHPANDWLCTRLQTLSLSLLWQSLHIDFFYHKILPSFVHLIDLTLSQPNFLMGQLLAASEN
ANQFGKPGAKNLRPPSKPSSKKSEKMKPMDTQEKRADNLLLALLPLRALESLTLSVDTIPGILFPQDFAFLRRTPPHLWN
PTVVIPAEEGQAYCDCCCGEVDRPPEVVFWPKLGSFRVLYRNSPVQGFLYEPVLAEVEQTIRPAVDFRFQRVFSPRPVP*
>Mver_MVEG_06293                                                                
MDHPIESLIPEIWLHIAEWLDTKHLRECTLVSKAWNTTFTPLLWRNFGLRNHQSATAPSLAAVHQHALSVRSLKAANLPR
ELLDVDYQHLQHITIGPNRRQSHREYDWNPIYGLLRRSASTLRSVAVLTMGNSLPSALWDTLQNCPMLDKLVFNPCVVDM
ATATAFWDVCSRVKTIQLSRILLVQLKNTTSENITLATNPFAFDITLRKIREASALKHLVPLSFSCPNLRRMELSCDKPY
LPRPTLIPREIAFLPRPYLSLIYLNNVTVSDVSMAALLDSIPLMTLTELYLLKTGLGPRGLTSIHRHAQSIQHLHIQDSP
AWTSKHFVKILTSFPRLLTVKAPYIWARDVAACPDPWVCTDLYKLCTYVDTSHAPTTKDVVQASLEMEQNERAIYAALGR
LFKLRTLDISLVWGYHIAVSDGRYPLDLQLSSGLDALTGLSELRVLDCRRTNQVMGAQEIAWIGEHWQLARVLGEIVYSD
SGDIEEALESIGVEYLGE*                                                             
>Mver_MVEG_06308                                                                
MPSMKVLWPTSSKISSLEKPSHKNMRLLSKTTPSRPTLRSTSIQASLSLPEILETVFSYLDQETLRRCRLVSRQWLLVSS
RFNTHVLVWDDNQNSHEDLAQILAMVPRAGNLRWSTYRNQKSFVIKDQEWARLIAVVKKMDQHHKQGLLVVPLRELELTG
ALDVDDRIPLILPYLTSLRRLSLHLPESCRVNTSIEAILNGCATLAKLHIQGGHNPIHIFNNSHKVSPTWTLRSLTLRNI
GFPQQDLEALLKCLPKLRELRIIDIFLASPPTSPRPTYGPTGIDFLSKRGATYFNRSQFMDCVRSLELGLTVFHLSTNDM
YGTLAEPSFTELYKDLAPTLTTFSMSTGDMTMPLITSLGLATIRNVITTLELVRMAYNPELSNVLCEFLCSAPSLRHLKA
SRVMYYTQLMDLNSCDGPDGPEGPEDRLTPRVWACRGLQTLHLGFSKRRGYGTKMDIQSRIVFGYISRVCPRLRDVEIYV
VRGTLAQEGGLCLLTRLTRLERLLVEVEGYSEVGGEYDLDWAGCHAPDEPTLPFWKRMRHRHTTSVHAMSGASCPRQTNL
VANNEKPLNDMMLITTQESPIKPPCVEGLEQVGLPEDVQGVLRRFDGSFGQHCWPELESIRIKCQHPDQANITTMMQYNF
TTGTTASLSMTNEPG*                                                                
>Mver_MVEG_06312                                                                
MTIPKFTFNPKHAPQEHSPPILADNTSHTSPSTQPSPLQIPEILESIFSYLDRTTILNSVRQVCRQWYLISRRFASQQLA
FNDYDSTKSYTEVFEIIPHAGNFRWICNNTKDQSAWAAFRAVLEKMNQHFLMNGSSTAPTDISSPVPLREFHILGSFSPG



WLMLTLPLLPCLTYLKIDYFIAARFSMDLILHTCPELATLHIQGMPYLVALTCHTNPLSSIDLSPKSDSLLERIPGDRSL
KLKSLTIKQCQLDQSSLVDVLAVSPQLQELILIANTVLGAQLPARRVSRGVVLEELIPFIGKACPRLHKIHFSLYHKPLG
PANVQLLIQSNPHVTDWSFLKQDAYPSLAQQLIVARNVVTYLEIALYDNSGTDIFVPRASPATQTSSGWVELVRQGLHGF
LCAAPLLLHLKTDAVNCCVEGIDPFPEALQVMMFKPQQSTAPPLVTEYTTPPKLWACRNLESLTLHFIRGRRVLLDSDGR
YTRFVFGYLSRVCPKLKRLHLGLQDSRLDFQSGMCLLSRLDYLEGVSFGLPGQYSRWPKSLDMSWLTQSSSTVWTKLVRA
REVAKWSQILKEENELIYLRKEYLQQIRDQSRVLEELDSRIVGGTEFAYPLSHLGTALDVRMCLKEIESKGAQCLPRLEW
IRAQTSMRERDLFAKHVSRARPSLAGTK*                                                   
>Mver_MVEG_06833                                                                
MSSTDTTSHATEVHGHANTQEVVHLSQGQGQELTQPPQPHHHHHHHHQHRHGQGQGQRQAQAQTQAQIQAQRQGHGHGHG
RILTPEECELYTDQLYALLLAGDVKRDILAVLPYEIGSYIFHFVDMANLTKAGLVSKAWHQHTLDNEVWKSIYLHHRQWR
ITLSRLAPNVTPNWRQFCKDRLELDRRWKHRPEKSVLFGHEDSVYCIQFDHEKIVTGSRDTTIKFWDANTFKCTQTLRGH
SRSVLCLQYNDKIMVSGSSDNNILVWDMAELKPIARLRDHTSGVLDVCFDEHYIVSCSKDSTIKVWDVETKALLRTMTGH
RGPVNAVQLHKGQVASASGDGLVKLWNVETGRCIRDFIGHERGLACVQFDGKLIISGSNDKTIRIWDAATGQCIKVLTGH
QHLVRTLHFDKQMIVSGSYDHTVKVWDLETGQCTLDLDEGHSSWVFDVQFSASRIVSASQDRKVLVWDFAGDMDTRAFD*
>Mver_MVEG_06946                                                                
MTTLGWDTTQLPSIFASDQTLNGGNNLIPSELIPQETLDAIPAEVWVLILTFVPPARLAVLSRVCRQWKGIIEHQLPLWR
YIAVKCALGDGAQQGNTMELVLGHTLVICELCLEASRKGVGSDLPLPVNRQDALGKTWMCRRCRRRYYTKFPQSTRLAQP
RDYDSVPSPIDPQGVQDDHVRLTYSLDEAVLVRARAVHGGDIGIVAHQVDANLNHLLRRRRRKMLTTKLALVGLEFRSDS
KLCGTYLRGSWYDPGRVADVMKEMEWYYAETSYWDFMNDDFGSATSKIEAMAEWLRILVREHGWGSRETYKRTIIETTAD
EEDVLDPRQGRPRLLPPPSLWPLIDGWLQHMFEHMGGSEDMDLWDKTYRPDPGAFTISIETDDEEE*             
>Mver_MVEG_07381                                                                
MDDNHQYSLLHILESIRHIPDLQPQERRVVLRELVEACCESDVQALQRIFGITTRSGFDMISVLPIEISRKIFVQLDGMD
LVRCRAVCRPWRSMIRNDAQIWKAKILDLNPAECSLLIDYRNRDKDKDINKGEMKKSDEHSGTTITKIAKACTHYEMILD
QISCQHSFPGWEATLIRELALAQNWKQGRLVHETTIELTRDIKPTLLAWPYLVLVDAWPNVFVVSLDQVQKDRLAQIPFF
TDPYCWTWSYLHQSPVSCLAWDSTGGETLSMALGGFLRTVRICNPLDGSSLLLPDVHHGFPLHLYFLQDYVISVMLDGQV
NYFKKGEDYRLLRSCSVDTKAIQVVTVQFGYSTERDVNGSKVSWSEAICLAHEEGVIILDENASTLARIRIKDGARLIHF
QAIADHDKSTVNAKTDVSGVRYNRNELLILFEEPVARQRQRRVLVVKMELGFQGEISREELPQNAVMANLGRGGDARDSV
TMFRDRIAVVSHTKCSSDLGHYCVLRVVNLRRDCAFSTEYRKPEEEVEEEEVVEEEGVQGDEDKGGHMDEDDEARGHNGD
DDRKAEAGPKRLSRSLTKQRPPQPRGRLIHLDVDSGSKAACRVLTMDHARIVLGVGPRMVRILFLV*             
>Mver_MVEG_07439                                                                
MTSFPSRSPFMLPELDRHIASHMDRASLACAARVSKLWYDIFSPVLWRHVSLKHLSEDDNYDDEFNFIPWTPSASSPPSL
PSSCSSTWSSWSSSSSPRSSAPLSQESSLSSSSPGVTALHNSKLSLVQRAFVHASRNKVLKGLVRHGHHIIELTATGITD
QEMGVIRQCCTNLRVLELIGGRYSAENLTDLFQMRRESIQTVRFRSCVILKDIFQPLAHLSNLREFELYGSFVGNTITSP
YFFQQDLYPMLRACPLLRTVLIDQVYIIDQQVGQTFDVTSSLAVCGEGGGGGGGGGGPLVGSGLVSSGPASMLSVHLKAA
QSQPYITVPPPSSSLKKFSLDCGDIPASVIMAFLATCPQLQELALKWSRELCDFSLTRLYAKCPRLTHVSLHRCEQITEV
GFKTLFKSYPNLVTLDLSHNVLSDSVLEELARSCRWVPALESEPLFIPGISCLMFDNVLTAGLPPVQLSPLIAYPPSDFG
TFVPRPWACHDTLETLLLPDLVQPSRAMLEQYHHNMFLSAKLDPVEPVGALESDAIVQKGLGQFTHLQTMTLGGNNMEMR
IALSGLVSSHKLSSLRITKLKRVMTIADAEWLIESGFPKLQQLSIPQFGNPQVTEWIRMKQPGILSTDK*          
>Mver_MVEG_08112                                                                
MSPPVSPTIPPELLEEIFSYITRHDLTQCTHVSRDWAAVSTSLLWKSISIMSSKDFYRFQAPEAQSALIRNERHIREFRT
VFVPVIERLVCCTHLTILDLNRIWNTPSPPPPPKFLPLIKGSDWTRLSRFSELELSHMTPDQEQLVLNIIQRNPHLLVLK
IGDHFQSREELFSLLTDDLLPNLQDLSLFKAESNMDRETSMELSRDIDTSLETVQKFFEKCPQGIRKLLIDLRNLEQNQD
ENSGEVGNMDLENELSSPCLQHPDLESLTITGSWAMSASQCQQLLQRFLSSCGRNLKHLSTPCSVHLGIESLMSVLPECD
YTLNKVLAATEAMFFYDDNIPQSLSQTLEWTSIDYSKFATVANKSTALQTLYDRCGRLEHINLTECWRLVDSSDVQEILC
RSPNLVELQAHTLDAGYNEDCDPHLSVRDIGHGRPWSCSRTLKTLAVKIVDVPRPDITVGHDGRPVEGELFRGSVDESRA
IQRRVYNQLAEMKHLEKLYLGRMDDSDFVINTLGTDAEGRNRKVDSMFQLNCLEMSLESGLEVLAGLKEMRVVDLRRMAH
CVGPKELEWMQTHWKKLERVSGLFDRWYPALEGGVRDWIEEHDPVWGWEYRKLTFYDNDLCAEQYFWGYNDIWEDYWE* 
>Mver_MVEG_08198                                                                
MTSIRKESPAWTPVDSTLEPDTPSPLRIEEVLFEIVSYLDRPTLHSCVQVSKIWYRASIRVLWAAVQWKSSSWAASFIPE
FKRYGHYAVELQDNFNADLDLIAKTCNSLRELRLTWTSATDITLQKVLQASPKISSLYLFSCRYLTQDSLGIIGQLQSLQ
RLEIKNLTQVNEQTIVALLQACPLLDHLALEDVRLDQVMLNSLGATPLKLRTLSLTRSSPTGNLTRNLLRNSPQLREFSL
ARNLHTALTREDILPLRDMYKHLFNLNLESCKAITSEALLALFYTCPQLERVNVSGTKMDDVALNVLAINCPKIFSLNIS
WCSQISDQGLSRFLLSYPGLRYLNITSASFYSAAIFQGPAWACVGLETLIMNGMDMNRPHLSPQVNHALMFVQLGRLSKL
QDLALGGPYMDLQLSAGLARLDGLVCLHSIRITQLQTALAEDEIRWFVTAWPTLRRAKFDNETLPRPWYRYFRRQRPHLV
LG*                                                                             
>Mver_MVEG_08935                                                                
MNRSTTSLIHHSAMEVDTFPAMPENIWLDIFGYLTLREKAKVTSTCRIWHRILSDPSLYTHITLDGMEFNTLVQCMQQLC
RLAPRIKSFRISHCFSHFISKTTVPVQNTSIMHHFPQQPGMHSLYSHITSFTLPRRREEYRKLGFTLHQDFSRALVRLME
QGQDTIKRLEIQDNFLDLEMTELIFCIVRHGRHLEHLLYDGNHDGGFVAPEVVSAITAACPNIQSFRGQHAISDTVLRRM
MTGWEDLKSVTLAPYPSPTMGTKEVSQEGLWSLLECGKVESLELLDLACVTNENIRNMMLRVKHMEATSVVGLGLGLDRS
LPLSPLGGSHPFAHLASRFPSLTTSDESSLSLPEARSLPGASVRHLTLTKYTSTPLTLPGFGALLKLFPNLRTLKYATNF
FTYDRHFQGLTKEIYEEEIRLVERMVQAEMLDRMGPSPASSPVPLPPHMEQQSQFPFVSSPSNWKGEWHQPITEEQRLRA



GTMRSA*                                                                         
>Mver_MVEG_09308                                                                
MAILELPDEILYHLLTYVEDIDLQTLAITCKRLRGIAMDGPLRRHILLKRTPARLNSYLSTRPSRDTLANKNILRGIHVR
QHIRQGQYIGGDTAVRSYNILCRLERQMVSIKISRKLRARPDWHELVERRLIPEEMFVNQDEYDTRRKWMNYQQQQKRQK
RPASVPSMTSCSSSSSSSSSSHFLDHRDQVHYAEERDRNEIFDISENLMDHETHHENNNHSGDHDHISDLGEIASSNPDT
TTTPIPPPFDPLLSYPPPKRQRKSISMVLVPKIELLRKAMDRDRLSRLVQKRPSPSELNQSPGTATVLHAYHLIAFSTTS
PDLVPLTSQLSFLLKGERLRHWLYRRPSLAVILNERGILKTEVRTAWMVCPGVSQKVRFYEGLIQERRDYDQQQLLQVQC
QAHHHHHPPHHHHHHPLEESFHYHQSHPLSPIITAS*                                           
>Mver_MVEG_09399                                                                
MAHSELPPELLFLIARYFNSVQAIAPSLVCRVWYHAFCTVIWHTVSMNMWQKRSLQMMTWHADHIRKLLCLLPTREPEYL
GIPYSRLTRLVLRCTGNVIDAVTWDLLIQLVKRNVRLEELTIYSKNSDVPLVLWESLASLPCLHSVTLSDCTMDQENFSQ
FWKGCKGVQRLYLSRLKIRSMDGVDVLPNVERLHLDYTVPLALLRLCPNVRSISWISSDGRPSNILLDELAVLLNEGLFP
RLDGLHPFQANDIHLASCLTAMRQMKELELDMGIETLSLKALPKHFCTLERLQISHFYDVPGEFVAAVMASCPLLTDFSV
FGVKASKMMAGPPWVCLKITTLRLWISTTDSNEDAIRKQSCAIFERLSKLTQLRCLDLRNPFAPKESTQGLDLRLESGLG
QLASLTRLVTIDFSSTIQNMSAADVAWMRRTWRNVEATGHCNSLGSLKAQPDA*                          
>Mver_MVEG_09434                                                                
MAHASLPPELLILISKYFTPEEALAPSLACRSWHSVFTTVVWRCYTIKPRKTSPTIETRTKNAHHVRELHYLGTQLTVED
DLVVPYTRLTNLWFLTSYNDSVDNEQLWIRLTQLIARNQELQEAVISDPVAGAPVELWQTVISLPVLRTLEIRDVCMQMK
HWEAIWNGCKGLRTLRMYNMHSWDRLKINDEVMEKHTELESMTLQDSHYLPLLKHCPNLRHVSWENRANSALFLKMLAVY
LSEGRLGQLERLHTRNADDRMLASTLKAMNQIKELSVQDGKIEDLSLQALTQHFTTLQVLTLPTNMNNAGDFVSTVLASC
PKLTTFTAPMVTATEIIDGEPWVCSSLTNFDIIIEIEDAEEDKIRNQSREIFGRLSSLTYLTELRIRSFDTLSAPTLQGL
EFRLESGLGQLSTLTQLKLLDFSGTIQNMSVDDVKWIRDSWKRIELVLGKCNEHGLFQDQPGIAS*              
>Mver_MVEG_09521                                                                
MDTPTVIPDTRRPIIEKQTTQPPAFSDLPLELHRMVFLCLRKNDLTICARVSEAWNTICTPILWRKLSILKSSRFWPFTT
EEIRQVFINSGKFVRELTSNTTVSSTCLSPQSMSHGSTSLSLRSRAPTCEGFSWTKTGEYVLFLFLISCSERLKKLECPD
TTCYGNANIRSALSNLGVVCLTPNDREFPRGRNSSDSAIAGVIESNLQLTKIDTPACHNVGPLTIAAVFNIANLESLNVT
SCRSLSSKHLQSILCQVRNLRHLIFTCEYYCGGEAVVLMASDISEPGWLCKSLERFCGMIYVLRPCSHGYDCYNYDSDDS
HDSDGDEDMFTIEESRRMQRAVYLQLGRLTKLKWLRLGQSYNPHSRHEIEDAFQEDCLELSLESGLGALAGLKEFRVLDV
SNMDHCITKTEREWMRMHWPLAGVTYRDPYEVMEEKESDVEQKYKELMEQRALKEVEIEAFDHEEDVGPVEEDDEKGSGH
EDSNNNSEAGADFRRTMTARKRPTETIASESRRPVAAAQSGLSDTVAENHTKNKNYCQLVASIV*               
>Mver_MVEG_09589                                                                
MTVVDIPLVKEKKRKSMSSPNSPEPEYNSSPHFGPTQENMQPQPSDDAQWIHWHNSDNEDENNGTERHLALASARAGKKV
VSKSSSLSSPSSSPSSSSQCLPNEILLQVFEYLLSDQGTLFSCTLVSLNWHRCATSYLYRYPRFASTLHWALFIQTLCRS
KITVRPKARRRRSIIQNLSRSRQFSPHQPSQLAPAQIEVFGGQPKWKNDRLLTDLGRYVHGIDLSKRPIHVHESTSSCCA
SSDVKCKHRTGSSQPIVQNTGAVRRISRLVRSPSNNSSTPQARRQTIDLTTPYDDDDDFDYGDEEPSDYLPQANTTPSQR
VSESNLHGTRRSILYRGAGSGRRVPWFATATSSPPSSSSSTLFSSVPSQGSNDESSTSTATDITITFKRQITITVSSLIE
LTRHCPNLEVLSIVSAQLALDTLNVETGDYQSTTQPGPHTGLTFVTVTTKDAIKAIGENCPKLQQLTLAGCDWLTTDEVM
SLVTRCLQLHSLDLSRCGKLDGRLSKHLLVHNEMNPREFFDSGATCIDDPRIRSLGALAYEGVAKRFSSISTIVPPISMS
DLDVPLSDLVGMSWSTPKGSKSTSVDEYPFEHTGKVRVRDGAMLDLVHSIINDHPSRTTDTNLSQASNSSSSSQGSQLPT
MSASTSSSDQEQVQAQAQTQMTQQWQMQYNQQQLRQLQHHYRFHREQARPENNGLSFFELLTATFSDSSQLADEGASVGA
SSSPSHHTRTQIGDIAESGDWGSTLLVVGSNNSDEENEQDRPQEDLFEL*                              
>Mver_MVEG_09606                                                                
MGLADLPDELLIRIFTHFHNDSGEEQPLPEERLPGNTQDSHDNNNNDNNNNNNKKKKDAKKKKQKRAAGPGARTLCRLCC
CSQRFNHLASADQLWQRLTLAQFPDRHWPTTDQKNLDMIQIRREHQLKLLQPSSSSSSSSSVAHASESQCGQSSNQEKEE
ENEEGNEEGQNKKQKRTKFYSRFEQRAHRRKFASLDPTLQYTPLAWTNTLWSWKRTYFGDCRFIESKDVSTPNRIDHAVH
RNNADSAREECERCWRPTRSCICSALTQQLYCNCRARIMILQHPRCQVSIGTIRILKTSFKHCQIIIGKDFKAGRSNELD
QALDDPNCKPLLLYPSHSAVDIHSLVTNETTPSSHTAPSRYHCQDCLHQTEDNHDDTPSYSYKLIIALDGSWSHAKIMYR
CNPRLQQLTQIKFPNPPQSIYHELKPEPKVTYTSTAEAVGQAVALLGWPTGTSGSNEATRPTNAELLMEDLIRPLKRMIE
IQDTIQETYTDKRPENDME*                                                            
>Mver_MVEG_09612                                                                
MIPTLKWKRSKSSLNSPKEPTPPSSLSSSSPPSTFHSFLQKTKDSTSTNSNTSRISSKDRKNKDKHPPQVVSSALIIPEV
VLSIAHFLNRSTLAQCTRVCKHWNAIFQPLLFRYIESTDFDRPDFVQAFHQYSRFATSIEWIQEPIRAPSPKKHAWHKIF
RRRAEKPAPQKQFEQLEQSLAGETPALETLSVRIQNLDPNIILRLPASTVVNLQISTRGYPAKKPKVYMEDILASYPHLV
NLTLEGLFTLTTRLVDSSQQGSESTIYPPPALLMNNQNNTVATLFPMSTTVTSNAVPPPGSIQGGATTTTPTTITTGSLG
SGEGMISDLAVMPPSSSSSSISSLSTTSTTSSTSASTTRALTTNIRTCSLIEALKLRLVDVSQEGLLALSAFLPRLESLL
IEEFLVPDMMIKIYRWTWSTEFIHSLKESFPHLRVLRLAIPFDVIKEDTIVEILKSFPNLTTVGFRNSYFGQRALKTMQE
CCKNVDCLDISFGFSSREFKRDLLLFLQANTLLREFEADGMIFHLDRSAEDEDEDDMVVGGPNHSVPQPLVLPWACTKLE
KLVCGFQGTDSAIFQFLSRFPLLENLTVTYPSLNLTPVESTLGWLAKSNKIKYFWFSQYRHLPMDKSSIQWMLTHWPNLK
TLHVAGGGFMQREAIRQMFKDAQRLSVHVEYDRM*                                             
>Mver_MVEG_09629                                                                
MLWPNPSSSSLPKAAVDTDSDIIHSSNSDYPPEFINTFDNSRPSSPAPQKFGPLEPTTVSNAPPLRTPPESPTKGYRRDS
FRRPSVSSTALFPLQEQPLHRHRPGLKVVPPVASDFSSPPTSPIRSPASSLPPRLSLSLGEHPLFRDCTPSGIELLASRM



HIRHYHPQDHIIRRSDQSSAMFYVLRGTVKVVSHDNEATYYEIKENNFFGDVGVLYRVPRSMDVLAKNRCTIAILSGEDL
VKALEQSPEMAKAIGYQTQERYQMYLKRRQSISARRTLDGGTGSPDQCKDDPTSENFVKSDVHSAIRKVSLFQSCPAEVI
HMLSLHVEPRKYNLGESIIRRGEIGREMFFIVSGVVEILSDDNLRVLARFHEGQFFGEIAVLLDVPRIANVKAVSEVEVF
VLTKDNLEAVFKAVPGAAEIITAEGHRLYQNWLANSCAQPIPEEPEQEQVKDLSMSNIGEGFPAGYSRTDDEEPCQPNAT
MPRIQRRSTDFGRRESVGYAPRSRRMSTSLENLHPIEAGHPAAISVLPLNFTGEFPSGHRIPVPNQPLDAVGPLDFPTTT
GMEESIDRGSRYDSPDHPLTTQSFFKQDMVMEPTHDNTIDPPTSSNPTIRGLMESTPKRRRASVAVWTQHDLMKLAAIAE
QKSTGGPAVTVPAMPSSMSTSINAASIDCETQVPDVIQHRTSSSASLTKAKSLKKLMGPATFQDLEEAIVIQILNTLPLG
QLLKARRVCQGWNALIMEHDQILQDLDLLPYKKSVSDVVLISLCNTILSHNKTRTIRVSLRDCFSISDQGLATLAANIPA
VQELDLHSCWNVTDAGFRTLGEHCQQLRSVDFSNCRKLGDGTILGLYPKPVPVPVAPQQPLTIEEDIQMTQELMEHLSPA
ESQDSSDQESDIVSSIRCPVRPVQSVVEGPKGCPLLSKLNLSYCKNLTDKSFVHLSMYGSKKLESLNLQRCTTITPEAFM
SLDMNSKCITAAASMSQNGTHPLEEDPELIDPCFPNLKELYLSDCTFLSDAAIVSLAPHVPRLQDISLSFCCALTDVSIE
ALSDSCHFLRKMDLSFCGSAVSDASLYRLAQGPEDDVEDEVGVGQCVVRESPLQELEIRGCVRVTELGVRKLLNGCRRLR
KLNISCCSGIGAATLVAEEETLQRQRQLEHQLRLLEPQEMDVVMASPQAEPVDMEVDQAQVAQAQAQQLEAQQLPVSPQG
TAPHTNFNNPRASGSLAQGTNPSSTELTRKMLALKRGKEWALAQQRPGLEIII*                          
>Mver_MVEG_09643                                                                
MDVQESSPYEPPAAVEEVVRTSTTIATLPLEVLLLVFSCVSHSDLTKCARVCRQWNQIGTPNIWKNLDASMFSDIFQYDY
SQVKQKLARHAHHIRELQIPSCMFLDYLFTRKIQSEMQPPFIISHLYNLDSAVLTNLRKLSIMYHVDCTYSPDRSVLMMT
KALLKCNPFLTTLDFPEGQDSAALKPLVLACPNLQELRIWVGTSPRTAKKILDCLLESIQTVSMTVDSRVDKFRFITPLE
IQEDPVQQALTATPRSHPNLASLSIMVISSRMQKTFCSHFSRRVAQNSGSSVLQTRIVSSPRRS*               
>Mver_MVEG_09693                                                                
MHPSRRSHIIQSPPTPPSLPPTSSSSQATTRLMATEAPISEKEQDTHKPSSEASSSTPRHPVSTTFALAPMTTTTVVTTT
TTTSTEYPPLFFNPPPIPANLDPKIFPLADTPTPPALKKFCFDLNGQPTFFRENQENEQTMGQLEDALFNLSASAHQKVL
KSGHIRWQKTAARPNEQVTVTQVIGPGATTIIRKDRSLAPTTAWHCRAKKRPASPITPVGSVDVAVPGSSSSPSHTSSNI
KEGTTSFLDRSSPPHKKSKRPWTNSPLHHDTHDITEPGASSSSSSTSARKMPASVSAPSFAEFATPAAPHRSVSSSESRD
LRLSQLTGPIDPASLPSPSLSPTALSQAHPAQTGVEATRRRFQTTPTSFLHPGTEQAQDQDGEEYGEDEVDMSEGEGEGE
EEGETQDDMDVERSLQQAGITHTPSLLDLPTLVATFDALPSTLQSYMLFHLLRRSPAPTLQFVSSVILATMKQDFLGLLP
VELSRNILRFLDGRSLCKAAQVSKQWRVVVDSDAHIWMNQFQKEGFALEENEEEEAFAQKLGIDGHYGVRPNYHQRKQLA
KTRFLKGKGRPGQAIVRRADLPESPLYPNDVTMLGEDEVDNPESGLGHANKAHDWDSDTAEDETEHKEETFMTPDAAPPS
PTTSHTGRFNDMDSEDETMELHDPLEESFGPMPPSTGHPFKALFRRHWVIRQNWTKGRAKYIRFPGHSNHVVTCLQFDSE
KIISGSDDQCIHVYDTVTGSRLKKLDGHEGGVWALQYRGNTLVSGSTDRTVRVWDIEKGICTHTFRGHTSTVRCLQIVMP
VNVNKDPHGVPKYEPEFPVIVTGSRDSTLLVWRLPDPNLNAHISPTDGSWLLHTLVGHSQSVRALAAEGSTLVSGSYDCS
VRVWNLCTGALVHRLQGHTQKVYSVVLDTERNQCMSGSMDASVRIWSLEDGSCLHILDGHTSLVGLLGLNANHLVSAAAD
FTVRIWDPARGVCLRILAAHAAAITCFQHDGNKVISGSDGNLKMWDFKTGKFVRNLLTGLGSVWQVKFDERRCVAAVQRA
GPNGGNGATYFEVLDYGVYGIEEPLENAPTLPIDEVSDTNGVPRAGPIPIAGPVAIGGVAEAPGPDAPPGGW*       
>Mver_MVEG_10160                                                                
MSSITLTNTSQDPDPPPTPPLELPEVLYNLVQFLDRKSLVQAALVCRSWSKLFSPMLYQDIRVKDWEYPGFISKFREHLP
EVVKLEWKKSRQEAKRRHKMTLNALPPHDPLDDSNDHSALPFLPSLDNMCLADLASILAPEKTRRLRLLVIHGETNLRQF
LITILPRIPTLTCLKIEDSLSWQKVGVNEILNACQSLQSLDCDSSVSLQFNKCLSLPYPINKDGSFNPDEAAFQECPPPP
LASSSVAPLPLRLPTHTLRVLRLHKSSLSDQELLTLVRECPQLEELYLHQESTLAGGVPVSTTSTTHQWNWSTEFAAHLS
HACPKLVKLHTSPGCFQSLPEDIIQTVLTAFPMLHSLGTPFSKFGDETMQMIIDTRTGSDLGTMSRTGIAYLTSLDIRNL
KGHRLSSPVLQQFLERCATLVHFWADDQVLHVQDMIVDHATDTIRTWACRRLETLVLGFQFNNMSGPDVDRAVYQQLGQF
MQLRRLEILSARPAFSMLSGLSLLQDLKVLQYYGIARWVARSRFFDEEEQEESYSQMEGLEWVARTWTCLQELYMPVGIQ
RAKSITAQLRQLGRNIAVVPKE*                                                         
>Mver_MVEG_10294                                                                
MATKLKAMSSLDTKPSTPIEVPELFARIADYLDRHTLVQMIQVCRKFHQVCIPLLWQTVNLRELDDDDYEDNDAPCPWEG
DKGFRMGFLRHGRWIEHLHLIGIMIQDGDLEMIAENCTRLKSLDLTATNVTAETLQVLIHSDPYKTDPESKKRKRENDTG
DDGDEESDGDDDHDNGDINIRMDKYRRKSLTETETEQEPDSQYESVGLDPSSSDQGGDDENAAGPIARPSSTISSSSRVF
NNRIPVHRLSGTTRAAKFKGTPTRFPFQLEALVLNKCSQLTGNTLKVLQRLGPQLQRLSLDHVVELEDQSLIELMTHCPN
LKFLSLRGCDVTNRFLIHLSENTTINGENGIEELKLDLTKITGAGLVQLAKGCKSHLAALSSIDNLGMIDEVLYAFIQES
HLHSRESAIQLKLRTCIDNSVLTKINLAQLAESTDITDTALQALFRHATELQEIHLDGTHVQDESLIVLAQNYVRRLKRL
GLGVPTSWAQHEQGLSTTSSSYQTLLSKDAVVRDISAHFVPGGLQILSLSGCELITNAGLRAIGRACVGLHSLSITNCHN
LSLELFAGPWTSYALRILHMQDMVLMNEAGFEEEELERRRFPLPTRPLPKEDIKQVDPITWPVTMSHADMQMEAFGFGPS
SSPSSPPPRRRTQQKQKKVNPTEQLAILRAFYTVLGKCRNLEDLDMSNIGFRIRVRDGLDLVLPALQQNLRAWHLTCHQP
QVTLRNAELAWFGQYFGSGKDFFKGETGTGKPVSKLQTFSISDLALEDGDPDLYEWFMEQMLGFNMEYHN*         
>Mver_MVEG_10323                                                                
MEEPEDTHTISPVCSIKARSVVAQAQTLPPLLMLPYEILHMIFSYLRSTHLTVCACVNKEFCKTVSPLLWKTINITENYK
LKQLLTAERRQGLVKNAECIRELHLTHEDMFNLFVPRPHESSTDAALDPTNTSFSQPFVMCTNLLRLVVSVYQERHTTYD
PGYFWIYNQPSSTPHMEAGIMTLVEQNPRLESIEMLNETCPTVVLAIAHRDTPFLHELEFVTNMSRQSLKYLLDYLPQQI
TKLSLTGIHGEGPPLGNKAVKANHAPIQHAVLRYLQLYGKLDGLEEDILLPFLNTCSCLTTFKVSDIGCFSVKNICEKLA
QLGAYLKRLNGKQLFPDSKVYANEGGEMALESNTAEIITMNSRLKVIDFTYCPLIIGRLTAAAILRSAEYLQCIILPCHS
HISAKDVHVLLSHCKSLEVFRFYKCSYLCGSLVVTLSASEFLSVEWASLSLWHFGCAFRVPRPDDHVPANHQDCSWNSPT
IEQSHKIQRQVYRHIAQQTNLVNMDLGTLVNCQDPERLWYSLEMTLESGLDELACLKKLKNLTLHNMNHRIGTKELDWMV



KNWPHLSHIYGFYEEDEDLPKDIERWLRTKIHRNFIIAD*                                        
>Mver_MVEG_10331                                                                
MTVDCVKKIPVELWIHICSYLYPSQLTRLSQTNHAMYEIVASLGTWSTILQRVYPERLHRVIPGLPISKSHMLYVVASSF
RICEQCFRYCAAGSEGRACLPWPTRVIPSSDDQDEHQRWTIRQCLACRKAHFAQHPEPIPVAVDQRYRIATDLADQYGHE
AVVAVAHDSILETVLILEGDVLAQARVIFGGDVGLTARNQTVKDSLKKCKGRQYMYHSRMIIVTAGDPWVDHAERVSAWR
*                                                                               
>Mver_MVEG_10346                                                                
MHKALALPDILLHIGDHIRDKDLASCVRVCRAWHASLRRFLFRSVVLSIHNKNQATTPPFALKALQRNLRSLQFQFSYPI
QFLKLQDCHRLSHLRIDINPLYLRVYDNDSANMPRALLRGLIPELYDTVEDPPKHVFKYLRALVTHHAATLTCLTLTCDL
DLNKASFWKAVGTSPYLVRVELFLVMIHSQALMAFLNACANIKYLTMFHTTLNIDGPMPEIESDMPTFRRLEELNWQPVF
GEFEERLLVILEHMPVLKSLAWGKEGLRRGNESLVQRINHVLATGKVPFLQELYLPDQSWTDGQLSELVGNMRQLEGLSV
QGTRFGSSTFTMLQETGFMHGLRKIGLRKCFEVSSKMVQRIMETCMHLEDLDAERIESNDILQGEPWVCMGLQSIKLDFV
IHEVFMEGKAMKNRTLVSDNLRPVQLLLLTRLAELTRLEYIVFTYTEPAMPREYMMDLRCDTGLQLLGTWTRLKHFGVAE
LQRMKAVEIEWMLRTWPQLEEVSGNLHTDPSKNRDLFKLLAKRGIFEEHLMVRTKGWGS*                    
>Mver_MVEG_10350                                                                
MPMAGPPTTPFLAQTDMVPCEQPSIKNASKPRLPTEIILIILANLDAQTLLSAARTCRQWYALAKRYRQYLWRHLAWHDF
LFTSARSLWKLEFFNDRDLSSCFPRSPPLPSSEQSRRGSHPRTQSGSMRGHAQSHSSFASSSSPCKRLEVDLAPGFSLNE
SQVMAAESKEKRHFSIKSRETSRTRLKSDDKNDGAHRIDRASRCESDSDVHLDQTKPGSRDTIRDDMDDLDLLGPQEQDW
KALYQLTSNWYRGRAKGYCPIMLPSLTTLASATQSIAQGSLATSSTSAPSTSTSSASARELSTSSATTTAVAKTVSASTS
AQAAIRRILRRRKPQTVVGLQHEGSALTALSLVAHPLAASTGDTQEEHNNIEPRSKRGRNQGFRDGIALARSNPHYRERR
PSTQTQHTNHHQHDHNTHLQHHHPSHHQQNHQQHHQHNSTLNTAPPRQKPNIMVQDPLQHDKIQFAMRVPSPPPQLLPTD
QTGANGHPNGSAQPATQSAQPTLALPTLSPIQVSPPLGQMSDDPADDILCHFSSVLHSFIVTGHMDGSVRLWNLSIKEAG
QQCIRLWHTGSRQRVLCVGMNSKVVVCGNVDSTLCVWDIHPAPGTSSSTHGTIHTASYLASTMPPGIQDWVSGIEHICVG
DSLVACSTEFPGSVLVFSLATGSLVYEIPGLHQPSKMCMTDFFLLTGGRGAGRGGQARAQAMAQGQGPHHGLGQDADRLR
NGQQSQNLEEDEYMSCCVNVWDLRTGQRLYSLIPRLPMHHFQQPISISSMIHGHRDESALKSKRTEKKRAIRTSSYSPDI
CSGSRAATPFNSATATSNWTTRMDMLSNTSIAVPSPIAGPDDGNHARSRSTNNSPSLGQNAQHGMSSLSDSSASSSSSLS
SLSESTSVSTPSEGTSQTRRTLRSLPASPQSPISVPLTLVDIAVTPDHSTLVVTLSERSGEGREGVYAWDFSGTRLDGYH
EQGQESGSTIIVDKSDFRFGTDDESDDGGDRWDEGDERDLDLLYGSRARAREGSGADHCGSDQDHHDSFGEEDEEQEDEE
AVDMDSFNNNMIMQQVDSTAFSALHQARVTGKVWIGWKLGDRDFQILRHRYVRRLLAKKRERHLRRERRMKGNEEGNATL
VPGITKLSIRR*                                                                    
>Mver_MVEG_10548                                                                
MADHTNPMDMPPEILLYVAAYFTQQDLATCTYVSRQWHQVFNPCLWKKFQISDDTLLRTSPDILCKHAPQIRKLTLRTTA
DLDPFLERLTNLRILIVIGGDQFGKPESWLQLTQLVERNPHMEWIILGMNRKIGPPASFLRAISASCPNLRRYESSLCLY
EDPDQIDALLGIFSQVEEAWTRYETYAVSSVARTFHFPKLAELALKDPRGLCASRQVDIICMCPNLKFLKWAVGNDTPIP
IQEFCERVPLACPKLKNLHVDGSATLPRESVGYMLDSLKDMQELMLFRCEIGESMFRSLSRHFHSLTLLDLADSQTKSSM
AQRILENCPNLKTVSLALLSMQEVVNGLPWRATRVQHLQVDLVSLEGACRMAAGGNKDSRMIPLQQIRMFEQLAKLTELK
RLTIGREKKLRRPSLEFRVEHGLMLLKSLKKLRHLSLEGTVQDMTEEDVDWLGQNLRLHTIDGRLCSTVTEHETLRQKLL
TEYQVDVAAREAVMEELSIPSGRSGQDPTLDDLYDGKDYDEEEYSDGDYDDDEGQMDYEQGAEPGVAGYQDEYDYAAQGG
EESQVVLQSGEHQEFYPHSESEIIVDDATLQN*                                               
>Mver_MVEG_10573                                                                
MVVSSSMTPSANTEEVTNEHSPLATPPFSRLPTEIQEQIFSRIPQRNLRQCVSLVCKQWHFVSRRHIRRIARWKTINMRS
TNKGHLTTHALGGDLLLHRIRTGLVTTLICSFFFDSTLKTQPLWDFADQSDELWKGFVETLTRPLNLDSMPSLSTLFVQT
EVKDDFSDGHETPLSLAVQPCLLHQMREVMLRGYLDFKLHLKPLLKSLSYVQVLVIEQLKTVGDWTLDLDLSELLASCPN
LKRLGITGPPARFVRLTGELNEDKFPSGKLKKKAHGLIELSVGRVEVRVSTLKELVSLCPSLQVFRVQDIRPMVPSESNS
RSVIAATETVQRELDQLIEEAQWLCPNLRWMAVTTREGIWSDQRTLEALERYLGPQRAINSTETIGRVASKIHQLTLSCY
STVSGQYEHLKHPRIFDNLTFLRLTGTTVDTFRRPINHRILSQCTKLEHLSMDPGLYLYVGDMVDLAHFNYPAGALPAPA
AAFVAQETGSLSHQHRKALTRFLHGAQWTLADFLDSPPWVRNRILASQPNLISEEMSVIVEVPPQQLTQLAEELASLTLA
PRTLWACHGLRTLDVQLDPGFYELGVFGTFLAETCPRLELVHIRYARLRMGQMEENQRYDGECPTGRFLNELLPMRGLNR
LRTFEIVIEKLIGNLYAEDFRFLAREGDYGEGDEGDGDSDEGEDQSEDQGDGFEDTIRTQRRNKGPTTQDDVFWPKLEVF
MVEAATVRKETFRGQWAQFQWQTHQQIHQKIASDGFGSVGMLQKLARMRPEVEFKFLKTYWDGRLAGQGQKFSQNE*   
>Mver_MVEG_10648                                                                
MHQELTEIPEILAHIARYSSPQDLFACVQVSFQWHQSFIPSLWHTIDDTTQSWSNILWQIGDPSARSTPWSDSLEDKAKD
SDKNKDRDWLLQVFRKHARHIRNLTIHWPTVLEAASLASPLIDSGSSDGLALRSLTTAMRNPQPPRPVVISVTRPPAMAP
AVAPTRVSPPLFPGFVEEDDFTQPRIFGLSVELQRGLVESGWVWTQHFWHLVFSNPSLERLIVGTMLKVEWSCKPGRGPM
NQGRILMKNLREVQGWGFHDTTGIWRFLRAAPNVESLSVDCYEYKLPDPLPAVNLTLRHLRVDIPMTVWNLLTILGLFPC
LTSLVLPSIVDQQQLEELTPPPRITPLASMTQLCLDVGFVGNWDSVLLHLPELRELTHNGNFRMSMITAITTYCPRFQAL
RRRNQPWLIDEQRGRLVYEPTNELLVASSSLRVLDSIRNILRVDDVLRQPWACMGLEWLCCWIVGIERLTVSEQALVDRV
LVPGYTGALTADETVAVEKFHRCSTQQHGVYDRLAGLVKLKHLDLGFENRNPMTQDNGERYEVDGEEYVRYAGPTFDTLE
LSLASGLDRLGALKDLEMIGFECVNHRIRKRELEWMAKAWPKLKSMYGLDKERLPMIEPDQERAALREYFRLLRPDVNHD
SSFENIDIA*                                                                      
>Mver_MVEG_10694                                                                
MPQKLAEIPELLEHISRYLWPQDLLYCIQVSSQWHSIFIPSLWHTIDDGDHLCDNPFWTILNDSDKDEHRIWLKSVFLKY



GRHIRDLTTHESHVVEAASGAYLALKSLKLAARFD*                                            
>Mver_MVEG_10769                                                                
MADASNSLFLPELLIHVAEYFKPSEIVAPCRVSREWNEMFSRRIWRHIDLRKYTLDDPEDHPPRDITCMQLKTLGIIQFP
ESSGPEGPAQVAEYKEIWQRLVKLMEQNDNLDMI*                                             
>Mver_MVEG_10790                                                                
MFLLIYCTSTATFMRMQQWFSALPPELQELIFAHLDQNTLTNCARVSKSWNIACTPYLWRTLDVKTCERLKLLLNDGPRQ
AVYRNAANIHSLTVCLEHWKLLSVLVPQYTGIRISQCSNIRSLDIRCAGHPGSSPTEPLNTLAVEQAKALRALIRWNPRL
TKLSFHSGIISQSLLLTVTSEVSGLQSLYIGIKVHLGVARVLLNALPSTIQSITMHISELDIEEILEQVEEMEQQMEEQE
MEGQEQQANQQIGNPSSDEESSRPHEVLETLQIHGSFIGLERFLFLPFLESCSNKLTHFECPEARHFFDPDVSAALAKLG
HFLDRLGPSDLPDSTDSTDAEIAELILLHPRLRSINLEGCKNAAALTADAIRDSCGNHLQELYIAGCGNMTSKDVQMIMC
KASQLEKLVAIGKDSTLFQDPTLLARDITGSVWAMSSLQHFECRIVVGPLRLKQTQRQVYQQLATQSNLERIILGHPLDH
ELNDPPFQLDCLELTLKSGLRELSGLVKLQELSVMSLAHGIGAPELEWMAQHWPTLKKPHLFFSHVPSVKHGACEWISRH
SKIVL*                                                                          
>Mver_MVEG_10791                                                                
MAQSHWNSPSFPMPKQFSSLPPEVHHIVFSFLDKKSLAHCARVNKSWRATCTPHLWRAVDIRKCNGFENFANGATQLALV
QNASSVRHLTACLHHWKYLSVLLPRDNGSVAPRCTYLCSLEVLCAAEIVHTPQLDSAEPQSKKDFMITDGIQALTRMNPK
LTTIQVDSGITSHALLRLTKTAQNLRDLNIGARMSISHAKRLLESLPTTIRNVTITLPDCNSISESHVPCGQLLQHHDLE
TLRINGNFYGQEAYLLLPFLDTCCQTLTCVQCPQAQLFSNNDLSAALAKLSQYLADLTPDDLPGRIASTDDEIAVTILGH
PHLKRIDITRCTYAATLTAAAILDTCKDDLEELSVAGCGRISSEDLQAILCSANKLESLVAISQKYTFGAGDPILGASDV
VSSIWATTSLKHFECRIVEDLAKEGHSSRNNVSAAPATMTYQAMQRQVFLQLGTQSNLEQLILCRNSEGTSVPPRQRDFL
NMTLDSGLGEMAGASRLQALGVEKVANIGIPELSWMAQHWPRLQWQVQFFDGVCPLKRINK*                  
>Mver_MVEG_10792                                                                
MDSSDWNSPSCLAMLQQFSTLPPEVQRIVFTFVDHSTLKSCIHVCKSWKAVITLLFRRTFDIEDEKIFTRQVLLRNTPLI
RALHVHHMSLLSALVPY*                                                              
>Mver_MVEG_10900                                                                
MSISALELPELLEAIATYLDSPDLISAACVCKIWSSVFIARVWHTLNNSHLLNPMFKLLPLNGHLVRSLTIVGNVDGALM
EHCRLLDVLDLTLAPLDLHALENLVQKFPRLRRLTLNGCYGQELAWLQILQKLKHLECLRFLDDQVTDDLVEVGGENDVS
ESDEEEEEEEEEEEHSQEHDDDPEYLFDHDSFGENDDQDRLPFDYLGDLLVARARTLTELSLRGCSLRGFDLWEDLSSPS
ITPPILALRRLSLAETSVKSSDVVVLLKQCPELKELDLSGNFEPSWDSFPWSILHATQLTRLNLSQMCIDNKQLAQALLD
CKGLASLIASQSNIQDTVLDTVVESLDGLVELDVSWCPEISEAAVARMLQRAATLKSLKLSWCAGVQSTIFRVPWACTRL
EILEAQGLDRPPKEGRIGPNNVHDRVKQDEGEEEDELECDRAMFVQLSSLTELHRLVVGSSTTIISVSHGFGLMRWLSKL
QELVLVGDDAHPMRLEELRLVAQFPHLSSFEFSLGLVDSAGQTALAGMKPSLKQQEQEIYF*                  
>Mver_MVEG_11035                                                                
MYAPMEKAIQLPELLNIIGTHLSQHELAQCVRVSRHWHDLFTPHLWRHLSIEAIARINFNYTFAGEICAQYSQHIRSLEL
ENTNLIDNHGLAFSNLTHLQYDERMDDNLQFQHQPGDPNPTWTEAEQWSLLALIKCNRSLRSIELTLRHPADPIRIGEVL
RELPCLETLELDGPDFEHEGVFWQLLKTCPVLKSATFRNWSQNRLSMDPGHTQPQDISNVIKVRHLSISGCGSVLSLAHS
FPALESLDIYQISDHNAQDLEALLAKGHAPKLHRLHVIGKTIHLDKILQHAPPLEYFALSNGSLISGNIGPQIHHVGAHI
FNFAATFAPPQAVFANILQSILTVHAHSLKEFVFTLNMPFKDRAGLLMKVLASCPSLVRFYCMVPMDLAKFLEVKVEAPR
LEELSLSLVLSVAFSQSDEENLQWEEEFLDRLAQYSELRRLEMTERGAAGYDPEDKAMPLDRAKAVDALSKMKRLDFISL
YSHEYAFDGSEWKYNKRWGAR*                                                          
>Mver_MVEG_11077                                                                
MSPSSLSSRPLPCFPPEILVTVGRYLTPQDAASCIRVSKHWHNVFVPTLWRSLDDIELSNIQGCQEKHGHPYFCACKLKA
SRVLLKFGEHIRHLKTGCSLTTAVLASAPDTCWRLCSLTVRNKSNLTFPRGSIIRIMNELRKGVWSTRSSKFEELFGSCP
SLDDYVKSRRHFHSRIIVQLVLQNASTLTRLSFENQTQIMDCFKSIGDFYKFLARLPHLSNLQVPGEEVSIVALKQVVPR
LTHLHLTAHKSVIGHQHGNISSLLETTTGTALEGPYSSEASTLWPFKSLSLDNSATFAELDQILQNFPTIEHLSVARVHI
PSPPQHLAPGVTREPFRNIKFFQSTRCGQRKAMALVLTIIVALMPNLKTLVLPGQLYDCFGVHFSTYPWLYQRCPHIVSI
RLVKYSPLD*                                                                      
>Mver_MVEG_11080                                                                
MTAQRLPPRLLPEIFTHIGQYLDRNTLVSCIRASKEFHYVFAPVLWHTFDDFIYYRHKHGCNSFNACTVHGEPESCNIAP
LCKFGHHVRHLRATVDQTVLALASDPTIYARLHSLVLPGALPSMFPLKEVSAIFDEHRRVLGATYQPIDENLRQLTKSPR
YDWLGGYLGDSIAKVVFLTVLRNANTLTKLHIGDTTNVLCYFTTIDAFYKMFANLHVLSDLMVPGKGISIPSLIQTIPRL
KVLYFCNGAYTVANYHQADGNWCVLDETKEGSTAAAMPSLLLEKLVLECRMTFAEMRLVLKRFPTIDSIWILLDDRPDSE
TDQAPLDLFRRAKDVQIHWANRSKAPAQDLVDDAMIVQALEAGGPRTAPGCPFVRIRRHGDRWP*               
>Mver_MVEG_11083                                                                
MPEEQPKRPRGRPRKVNDTRIATTTTSSIPTTTTTTATTTSNDPSKRRSRPCKAKVLDYDAITSPWSSLSPSSWLFSSPS
SLSSSSTTTTTTRFIAHRCNSHLTEMSEEILLQILAFIHCHKSIVRVGATCRRLWRIAHDPYLWKYVTLSHDTPLRRHWA
HHLKPFLLLNHPCSLTLLGEIPPPVHIHALGLDAFTSLHTLRLADIQTYSVYVLVRSLPWLRVFEARRIRGASEIWDWRP
FQHLNQLEELMLWRNEESSSVKTFSLSDGLSSSSGGMSGGGGGRHQHGADEIYPYELIQAATEALGTEPGSIATFMGMTN
ETFDLFVSDVEEHEDEDGEEEDEEEDEEEDEDDTGSGVLTDLVNQNSDASGSNHLQGSLSSSSSSSSPATQEREVLLPRL
RKLALINIGSPTTHRGTDAVLRKLVGRVHSFIYGHHSFNILFPVLRTSYAQLRHLCLLEPSGPAWKHGTWQHHVRVFSGM
VRLETFTLVNPNMSRKFMRPILDAVLALERLEEVHVVALEQDIENVDAVFKHVVTSKWHDHSGRRLKISLKEDHRHDMPR
TPWKGWHKRGGGQLDEMEDGVSSSGSSRSSSSSHVDKDKGSLSSSEEIRSNEEWCSWAREQVKAVGHVVVGPSCPREGKG



KGKDGSSSLSSSSSLSGGRSTLSVEIEMVSSWQAYDSGLSQVCMEAWHAH*                             
>Mver_MVEG_11214                                                                
MSRFPPKAMGSTDCSSPSCQSPALSDHVPDTHPLSHARNNLATTRSSDSLCTTASSSSSSSVTFKSKERLGNSTDIEQDE
DEQVEREQEEQASHRHSIHTQRRVEEEEDDQEEQTDSTMDDDDVDTINLPRAHTISMLQQHNQLRQQQNQHRSDDQRYPS
SIPSELILHIFRFLIAPQDLRAAILVCRLWCGCGVDMLWSRPHLLGMSVVSRMIQTMSAPDTIFPYPRYIRRLNFSFLAQ
DLTDASLIAFACCTRLERLLLPGSAKTTRAGLEAILTNCSALYSLDLSEVTAVDDALVQYIAQYCPRLHTLYLASCSTIT
DDAIVSLAKSCRSLKRIKLSQCVLLTERSIWALTRHCPQLMEMDLAGCSLMTNSAIQSVFKTLPQIRDINMTLLSEITDV
SFNWILPTVHRFEQLRVLNLTSCTLVTDETLFKIIPAAPRLRSLTLTKCDRVTDAGASVIKTLGKHLHYLHLGHCSKLTD
KVISTLAQNCTRIRYLDLACCSKLTDAAVFSLAQLPKLRRIGLVKCSNITDHGIYAMLVSQVVPQTLERVHLSYCVHLSD
TAVAALVNQCSKLTHLSVTGVPSFMTPRYQKFCRVPPSEFTAHQREVFCVFSGKGVRELRHYMQENPVVASLAVPNIRRN
YRIAGSTVASMVAGGQHSSAILSHLGFTLWPADDQIESLEVQGAPTADGANETIPESSSTVAPEHLTFITIEQQHQQQEQ
DMLDQEMALDNEHDVDDSYLDGIVHHHPHSHSSNAYGLENQHIHLSQQQEQPQTIQRTYSHTTSMAESSSPSSSRAHFMS
TFRSRNRRSHTLQSHDYQHHYQQHDFDLHYGSTSSISRTEGPFRTASPPVVAATSLLQPVSDSESGTNPGGCAIPFQPTD
RDRIPNPAEPGDQDMKTDSEVAMMTTQAVLTESGLHHPHEDVEMGL*                                 
>Mver_MVEG_11443                                                                
MHLTGRQDDTSKAPQQQRQDPSVPTGARFDESDHSSDDDTDQDDTDSTTSSTTISMRFNTRPTMDLYDKLPPELLEHILT
LLPYSDLFCCTTLSQRWARMVIPHLWHTPWMMYYVSWMKLLQTISYTSMPTSTSSSSSPAVLTSLRAPVQKCDRATTYAR
ALNSVSDNDPSREPVLAWDNFSDHEDEDPSGLLRLAENQRRESVMVAGWEVLDRTYTSRTVSTSSGGHQCGDGTNGNSHL
HEFSSHSVVSDDTNMNSVTAASSRLFNVQGKSHLCPNVDMPPLSSTCTSSSSASSVVAVTGSTTGNSTSHKPTSSKRQKK
NTTHTSPPSPGLLPFPSPSLSSKPFLHPNYGFLIRTLDFSELYYILSDKFLTHLFPHTPHLTTLIVHAPKQFSDASLYVL
ATCCRQLQRCELLGCDQISDLGVHFLLDHQQGSDALTGEGGGGGMKGSTMRVLSLANRSPITDGLLQHLAYVSFASKLER
LNLANAVFVTGQDPGLATVFRCCTGLVALNVSHCQGVTDALLGRLGCADKLRELSVAHCYEVTDQGICALAKMCGQLEEL
DISGCSAANLSSLSRNCMFFSLVVILSMVEIYKEECTTEWDLTASRAAK*                              
>Mver_MVEG_11630                                                                
MSWFPPELLVTVFSHLSPHDQAQCVRVSRAWSAICIPQLWRRITIATPKAYRRFLTEEGQTALARNAHLVRIFMTIYFPI
VESIVRRSPGSGSTSATEAPLAISLFTNLIILDLGTLWRTPFPPAQTPQEAFAAYSGPLPSPPLSPDQEELIRHLIQSNP
RLKCLNVGGYIQQCDALLAILTDTSLPNLQYLSLLGDHGGMSPWRDHDLEASPSFAAAKQFLENVPRSLKSLSGRLNANV
EDSDELVLHDTPEPCLPHHNLEFVRIYAPFIESEQTIPDPLQQHLLSKFFLSCGQNLKDVQTPHEEHFRIQSLRTILAER
GFGASKVLRLEGQETITDEAMALELAKEPDWTRIDFSTCDIMPQGRLTATTLLERCGSLEDLDISTCEGVFTSQDLAELL
AKSPKLIKLIASLDHMSAHGWPRNPQLEAQDFVWTPWVCKSLVYLEIQLVGVPRPDIRIGHDGRPVEGGLFRGTVEWSRQ
IQRLIYYRLAELKDLIHLKLGHCPLEPQPGDSLIVDTEGRLRPQDDEFQLNCLEMSLASGLDMLAGLTQLKVLDLTRCAH
RVGVAELEWMQKHWPQLERISGLFDDWYPALEPGVYEWLIENDPAWAWEYRDMQFSEDHRCGGTLLREFSTQAIQVIIAE
GVEGIVAQAEATTGNAFQTEEENVVQAEATGGILAQAEEEDEAQAEQN*                               
>Mver_MVEG_11752                                                                
MTSSTPLTLPNLPTEVLESILPHLFQRDLAPCVRVSRAWHKTLVPYLWRTLAICSNAQRRKFDTEEAQKALRRYAPLVRD
LHIALKQHYDEFLPAQQILISDPGIIHIEVFAASPFSNLDSLEMCPLNHRDVKAKQSQRVLALVRQNPRLRRLKIDSRLD
PSILMSIVTKYLPTLQDLDFSSPWRGDVKALLKNLPEGIRTVRLGSVVHEAQSKAQKKTSAESGVSATMACHHHALESLH
IDGNLFGHEENVLLPFLASCSRNLKSVSGTGLCIFVNAKITSALSDLGILSEKLSQSSLPRITSDADLAKIISSGSRWTS
IDLLTDQVGPLAAAAILDNCEQLEALDIMNSGSRGLTGSHLQAILSKATALRSLQAHWLLEANKITASDILSSQWATTSL
EHMDLKIDVPRADEALPDNSAAIQASRHVQRQVLQRLGQQTKLRKLVIGGMATTPATGRFGHQRNCLEMTLESGLDELVD
LKDLRELDIHHMDHRAGVPELEWMVANLPRLQMLMGMLDTLIPPSNEVREWLQTHRPTWR*                   
>Mver_MVEG_11801                                                                
MHFALTLPEITLLIAQHLDQSDLTICIRVCRAWHQTFIPSLYRNVVLPPEPHRIHLQTLVPILHTFQHCIHSLSFQINIA
TPVWSFDNCVSLRRLHMSFGIATNMQSTSELPRFLANNGRYLTHLTLERFPRWTMHEVWTSLAASCTNLQTVELWNSALD
TENQASLWRLCSNVQHLVLKNVFLFTNADSSAMATVAFSRLKSLDWVGVEGVSLSFLCTEVFPSATALEFFRYSCHRQGR
IENSHQIDHLCQGLPRGSFWKNVHSLRLDGILDTEFAAILRHLSVPLQSLHASCSGFGGLAMGVMRERGHFATVQGLQLT
QTFVESQMVQEILESCPVLEELAAPQLYGRDVVSGRPWVCRWLKALSVQIVLDEEASRQQAQVFERLAGLVLLKDMHLRS
NFRSSAKPALDFRLERGLNLLRGLTKLTRLVLPAPQILGEEDVEWMVEHWINLREIVGTLNTTDACLEMLHACRVVNPHD
*                                                                               
>Mver_MVEG_11816                                                                
MHFIPEILLLIGNYLDKKDQASCTLVSRHWSKVFCQLVWRDVVYKGKVPGMTFRQPSIADLVKYSVYVRSLDIRRDHVIE
WLGDHVFEHLEGLHLQGSLLRTDDTIPAFMVRHASTLKRLQLLHFGLLFDASEFWSAVDALSQLDTFRMVGIQLLAGMDD
ASSECFWRACTRLRSLELSSVTIPHMPTLLSTNPQHRISTISPLQSLRLSDASTGSPNAGYDFIQKCPELRSLDYYSRRD
VFPVYDFTHQISTDNLWPHLESLVLPNCEMYSGSLAMILEAMPRVVKLDLPLSAFHGREVFEALRRHYGTIKSLKRLPNP
ENSSDEAIQWVRELEDACPQAHIEYQEIIELD*                                               
>Mver_MVEG_11848                                                                
MNDNQWDLPEILMIIGSFLGQCDLARCSMVCKAWQHSFYPLIWRNIVRTLRRSPPMMLIHKNAQHIRSLKYDFFQLGLEP
DLSEDLCRLERLVLPGSVMQTSLGNTPLLKALASTNEAVPVHLSQSPCHDRSGVWDYFTRMIRQNQKTLQVLSIEGYLTS
YSTLPTYDFWSAIAGCSSRLRTLRIKSDRQISLSTLHMLWRMTCDHLETFDVDGYSVLHGGKLRDLQEQDNEEETKEPSI
QHLRLTNFQYVHPQEMLETWILPCRKLKTLVWKVDVPHFSPEWDTESAPEYWPQLESIEITSERSRKINDKQLAAILSRA
RKRGAGENRGGLVRLDLRGTGCGESSWQVLRTTGTSRTNIDTLQLRPVLSHFQTLTELDVTHCMDVGSVMVQEVLSSCPV
LRSIAANSIHILDIAAGDPWVCLGLKSWSVFINISSNHGMDMTSVKTDKLNDLQPLVYQHLARLTELQTLNFDYKPPLPR



QSHQSSTQLPTLDWQLKRGLDALSSLTKLRNLHFLKGNRMGMTTSSAKWMIENWVVKGPIKLESVEGRLGRQKTEERAIG
KMFREHGVHVPILG*                                                                 
>Mver_MVEG_12001                                                                
METYRPSEEFTQMLVDWLTNYNATKASMLPNDDQEHTDLPKPELPAWALQDLEPPPPPTVHVHAFNQQLQLQQLQQEQQE
PVPRPHFGTDSPITPESSSRDEATSALSTQMERLTVDPSLYTKVPSAATTEPSAKFKRSQMKLKQPWRRTSSDVPRRSMS
RRQPTSSTQEPTNSRKSDMSDTLMTTSGSNNTTSENDEATNTKTTLYLPHDILLAILSHLQPRANAQQYYDQTQPSDLLA
CSRVNMAWRIAALSSIWQTIVLPDPFDRSCRRLLHLLASSHATAQITGKSYDITEIIQRVEVDLLEATEFNDNAGMINDV
TALLQFISPFRTLSIQLPQEIEYKAAEVLAGQTSLPLLEAITKGVANAKIRELDMPSPMYCPVPTFPGMLTLISSLKTLR
VLVLGYSSRDWPLLRSIISLPLLESLCVFDSCWSNQIWIYLLSSLGPRLRGLTVIQGRRPLQGVVLREGIAPFCTNLTSL
SIPFIPLLSGPGPVLTNDDVIPILKACHELQSITLTGQLLLGDPVLAAMADLWGLQTLDVRKCAMMTGQTIKSVRWQSIQ
RVRMFGCGDISQEFMDLVLQAWRSGHSFYHYQQQQQSHHHTTTHHHHHRPMASSSGASSSSSAGGLSAATANRFASVLDL
NHDNEDPVEMGWVRQREDEPPLDLDEDHFFADWYC*                                            
>Mver_MVEG_12164                                                                
MTETKKLDRWPAHHDPPSLLSLPSEILHIIFSTFSLVELANIVLVSKRSQTLVSPYLWHTLKLDSPATVKRFLSDPVQRA
LIRNAAFVRSLVLPPELYHVFLPHKGYHQYHPSHFANLQSINLPGKYNPRTGQTDRGSLGQDAEDAVSSLFRQNPSLTKV
HIERNVGVESLLRMVSEDLPNLEDLDIEACQFGAWTAKVLLQNLPESIKHVAMIVAENEDDDVDNKMDISPTPKKHPALE
SLDIDLNSTEHEELILLPFLETCPNLKDYSNYTAQLVYNPRIKSILDKLGIEMRSMYNAVLDHNLDATDKEIAAVLSLSS
QWTDIRLQGFRRAGPLTLAALLDHGENVVIVDVEGCSSLTSKDLCTILSKCKHLQEFITLEENEPDPITDPYILGTDLIE
VKWATKSLKEWSCSIIVTRSRYDGDEAIDVEEAVKCLVLQRQVYRKLAEQTGLTTLRLNRIEAGLMDEIHYQEHCLEISL
ISGLEALEKLKDLQELDVSLIDHRIGVPELGWMQKHWPNLRRLNGMFGTCLNPMPGAQDWILLFRPAWLSSYEGY*    
>Mver_MVEG_12181                                                                
MEILTRISKDECSPTLDKLPTEIILHIMGCMLPREVMTLAKVSIRLRSLSLWQLHHAYGLQVSEKAWRKDAQEHCVTRDH
ANKERTLDFDGVGTMASIAPPMSDFELYVRLVLFDFYTEEMVIYGETDSKPVVIIALSYAKRLLRRLYQHDPANRPHPHD
LGTRGLASAYPNFAQPLCLNPYTTASENPHVLARVIADQVCQGVCYPETAVLLLQCLCSLHDQDQFQFMVNSQEKDVSLR
LPSGERVTMGQLCFQYLVPVILALLKPPLQTLVDLSQEEQPPLFPFKAHSVRSPSTDAKILTANTLPEQLILITPPRIRS
IQHLTKILCFLPLLGRHFNTLPTSTFIETFLDRSKGYIPIDKAAVLVYGFMCVLDLETGKANLTSDSYRIFERSMPTQGV
VQAKEMVRTVERHRALMRGFLLSSPTFSSSRIFRQTVPPPL*                                      
>Mver_MVEG_12188                                                                
MYKSPPIYEIPLILQLICSTLYAKDIANCVLVCKTWRDLFSPYMWRNLDDQYELDFKEWTSLEGGLERLLLNAQHIRKLA
LFDSRLALILQGSRATHLTRLRIREQMPRMAANAVMALVERNPQLEELLLDQPLNAERDETRFIQAVPKLHRLKKISVDM
LWPGVKKLLDNIPDSVEVLACGPYVVDYDQEWLEDQDDHDPPVDGEQDDFDGHHDDSDDGDSGEDDDEDSMDDSEMDDDE
YGSDGEAFDDDEIEELANSMPPEQLIQMMNGALDEAESGSEVGSDEDDDMSGDDSDDSGSDSDMYDGELAFKDEKVVEYK
DTDDSNNKPASGGKGRPGPLDMSDDTKRGNLTGLYLDLVLGSDDMLQFLPMLRRFPNLQHFGVPHASDGNLEVLSRVLRR
HCPNVDSLSLTQRWNGDVALERLVQDRRQLKQIKIRPPTSFVIHTNAAMALAEHFMHLERVDMFGVRMASDDIQSILTLC
PNLLSFRLSPYSDPKEPEHTFGSVVAPSGSLSFFNMVLTPWKCTKLKFLSIRLSDDTGSVKFASKEDEGMPVKERKVVEL
TDQDRQEMVEKVYRQLSRLHELEMLEIGVFHEEVMEAATEEDEEEEAGFDEEIQFLPSESGLDFSLKSGLDHLKTLKNLQ
CLRLLVNTDSSALSQLGEAKWVAQHWKRLQYLDGVSAPVWNGIEEEEADATKKKSEEPAGYEYLKNKMPDLVIRERV*  
>Mver_MVEG_12250                                                                
MTNPHSVVLSPTRWVELPEIVHRFGCSIVIWVPTKQGHYYFRANDLVSCSQVCRTWYSVLYPLLWKRYDDSVNVWHFPRE
VAQANSRHFRHLTLSHAWPASAPIPDQLTTLYLSKKAIGSTVDLLQANPQLASIEIKLSNEHLYEDIQAGLDILTRLKKL
RFYADRPDAVHLTQLLRRNPGLQKLLIEGDFDGVGAFMDGEPFADLVEIRLNVNLRLNPGLVHLISYCPNLKAIRFMIYN
NGSPAMDLAQSLRENCPKLNSIRCLDADNVDTEGLIQEAGILALIGASSHLTQFEMPLEVFTVDIRDALLIPHATFLEMV
HVYMDVCVGPPMANVGKILAGCANLKTFKLYSSSYYTAPLHALALFEEPWICDKLEVFRLKGIGYVVARDYQDHGDVFEH
FQRDPDDVEGPGPIDTRVEASGQTEEGASVAETGSGIETDHQEVGQEPIKILSKHGWLAPSWKSEEDKGRLSSRNANVLL
RTLLRRTVVMPRMRKVTFNRLSYTKMDS*                                                   
>Mver_MVEG_12311                                                                
MSWTHPLDLHEIRLRIASSLDLKDLASCARVSQDWNDSFTLPLYNSVVWSKHGPSMESVERNKHLIQHLTIQSSAYDTLS
SRSARDKVVSNIVANWTLSTLNLSGNSIGDNGAQALGEALKTNSALMTLNLGANSIGENGAQALADALKTNSALSTLTVS
GNPIGDNGAQALGEALKTNSTLATLDLAYNSIGENGAQALAEALKTNSTLTTLDLHWLRHSDELSSEHFDFSSNSIGDNG
ARALAEALKTNSALSTLTLLSNSIGDHGARALGEALKTNSTLSTLNLLGNSIGDNGARALAEALKTNSTLRTLTLFDNPI
GDNGARALAEALKTSSTLTSLNFLVNKIGPN*                                                
>Pbla_Phybl2_137999                                                             
MSFVSDSYNTTSFDCDTPHDQQTNYYTSNHGSVKSSSGPSTLPELGNAFKKGRKGLPPVDPNAPCYIQQLSVELLTHVFA
QLNPVCLTTAAKVCHLWRHIVNDDSCWKTAFVSYFGSQPHKRLRPSSWKLEYILRADLLRKWEKGRGTVMTLDPMIRTID
DMFVDFENSSMTMGAAEHGLGARCNIDTGKMEKPLLFCSGVQIPMALTCVHVDQSRILWGSGHGYISLTIRNKTHDGRRP
KIFSEFHRGVVRAFAFSKSTHDVFLSAGDDSRIKIWSISEGTCVKNLHGVDGQPTCLETTHDGHIIAGFGNGAIVIWDIQ
LNELVKRYREQRRNGESSNDESDDVADNRRVISPPIVDKSTPVKSIRYDPKSEMLMVAYGDTYQVRKFSINNGECVAIFE
PKEKLGKVTCMEWDTALPAGALAVDSGSGHSSGSGFKNIHSYVKGDSTVISQSTREIVAVKTTQIMVTGDSTGTVYLWDG
DSIEKDGLVRPLKVMHGHIAAISSIYIDAFKIVTGSNDGWIRIWNPITAAIINVLGNKIPRNAPVDRNDISIMRVNKIMC
SDYKGVAAIGHHLKTWDFSPNKQLLAQRNLREKVKAPGAGLRDQNLHYEIKQELKDSTEKLSQEKKERFVKAKKVHKLTL
GGLSDEEMLAYATMLSQEEMVSNRGYVSHEQQQQGSSGGAKNDINNGDYINDEEDEDLLRAVIASLSLTENEQYCDQEIL
ATKAAVNHSSNNSSIDSGSGSSLGSNSFIPSLQPNQAGLVSRGKETAENDFPEIDLIRSWPTVSGSINATTTTNNSQDKG



DNGGIHTPSLTVNTHNWSDVRSRVIEPLIAENQSKGSSNLQDEYDEELQYVLMLSRGEI*                    
>Pbla_Phybl2_161753                                                             
MPELPFEVLSVISKHISKQCASKCSVVCKSWRAPFQERLWDNIYLTNSEDFDKFYYHSAGPHSLCFYVHEIYLADSFCIT
DIQLLALQDRFRNLRRLHIRSYQLSTNIFSEDTDWTLWNVLEDIDVVIPKVDSDKELFSILQVLSLLPNLKTLALRGPIS
TKSTYTWEDLDKIHSFFPELESLKMDILFSVIHVRDLEDIKTTMPAKKIKRMNINILYTKPYWLFYFACKYPSLQYIEWV
ENKENSSEESWKNALVVFSTLSTAFTHLKKVVLNGTGIRGVPADTKFWKVMHILKVPIKSLWNEVHLNYYRWPKPENSLE
ESMSVCSKTIESFSCKVFEEHPSIDGISVTFDFCPRLVSLNLVMEPKHISLDTLLNQCPVLKTLTLKCKYLYRLNNTEVY
ESILENAHGLQAITLLNTRTNPSLYKYLSYRCRNLKKMRLDCSSISGPLYPSSNNIRIDMPYTDFRVLQFINVSFLASEP
KYEKSVTKGPRARLLDYLILDQESEEIDRTPENLPGQPLGLTRGNQRASRSQINFYLGRKYTEPNSILKWLNIHDTKHAL
KNINPLRPISRVYNLSAASKRTQEDDMSDEFWKSKFTEEHVLLRCKGFQSYNVKGLQGTLTVSKTSDNSKNLAALKILET
LDYKGSKGNSMPN*                                                                  
>Pbla_Phybl2_79620                                                              
MIPDLPTEILAYVAKYLLPRDKLTCTHVCKAWSKPFQASLWSVLRMEDLDTLNTTYDLPIEENVYIKNGDLVRELDLATK
TDMDDEQLLILQEYFPYLRDLKITTSYKNIFEYRRSVDWSLWQSLDALKLNISIPDFFEGNREFLYILSCLPCLRQLDIS
LNDQQGVMILELNDIETLHRNLPRLEVLSMKVILNHLASYDLMVIETCEPAIDLKSISVTLHGIDYRWLCYFSRKYPNLQ
TIELKTARHVTEIGVHEEQYLRELKRRFISCYNVFERLENIQIDTKDLGELHKIFWTLFGPSDIPSRSIKVGFNSKYSSL
DVFDETMKMISTNYSATVESLSIAGKFGSSDQPPVLLGLDEYARLTQLDLKCSTAKFELDLILDCCIFLEKLRITESGVT
FSEKASIHPPAHGLRLIEFNRLTLSTTVLRYISRRCTALRLMRIVWTVIYQEAPAVPYHMPIDMSHTHFEELRLHCVKFI
TMHPSTLSLPIRLISISPERFRGPTSLTDEGVIDFDHYDGNNDLQPTAIEDEDYANLSRTVWYHMYWDIGLLDGKYHTAS
ILRDRQVAQVLYYLSSICLEDRYSSIINSKLSPSSSLRSNSLEAHTPLGYVDFRCGSIGKVYVDTNSAPEDDYWQTLR* 
>Pbla_Phybl2_138941                                                             
MVSILPPNILSYIATHINKKDQTSCSLVCKRWTEPFLNAYWAKLEIDENKLSTMFATSTLNEVYRKNVHRVWALDLKRIN
IRHIGYVTQLQQSFPGIKYLFCDEENHEDESDNWMIRSIDWISWRFLTHLSIKLTSKHSGLEDIFMNLSVSRSLAHFTLN
SENNVEETNTMLWTQFESLHRHMRQLEYLDINYPLSSISKYDLEMIKTIEPAHKITKITFLDVRIDGSWLYYFALKYPNL
LSLNMKPCKARRPLVQETYINKYQGQLILLKTLNQFFPYLKMVQTPTHTCNRWPLYIFYMTLNYFNIKLERVVFDTHVYK
SLLMDNLTKCIKQVSESVKIMWVTITDYLNAKPRSRIIFNLCPKLVELHILEHRRIEMEHLLDQCPVLRSLYIENSTTYL
INPSRHITIPHSLQKLEFINVSVPIHLFNYISLRCKQLKYLKLKSVTFLIPEWDINGKALFDMHMSQLKTFIIYNYSYCF
QHVRHYAIEQLENTDGNSLQHQESQEISFRTNWYHLCLDKTNRKERLLAWELGRRDIEFSQRYYKDFERRKKREKKRKDM
IRHCGYAPKRFWKRDLQYGVMIFRFKSVKEYFLDEKREIDKDKHIQSHQLNERKF*                        
>Pbla_Phybl2_162016                                                             
MFVLYTQMSWLSYMLPSNHRKTLMRNFKEVMFLICKYSLYVTMIAALPLEILIHLATYVEKEDRLNCALVCNQWTEPFLD
AYWARIDIDNNTLQKMFNKFSQTIKELAMSNIDMKYYRHIPILQQKYSRIKYFFWGEFLIDDSVKTKLDWSLWETLSHLE
IQFYRKELVLETIFEQLSVLTCLVHLEISRAHSSEENFSTYLTDFESLHRHLPRLEYIDIHTFIKPIHEREIEMIRRVEP
AHSIRTVIFSSDAIDTLWIFYFAHKYPNLLSFDLAYHAPPRSLIPRSCEDPQYQSRLQILLSLKQFFPCLQITKTITRNN
EFWLHRIFHDALQHFNVKIKYPKITYFGETLEENDISDWIKYFSESAIFLHVSSIFAVRAEAKLLVPCHKLTVLYINYTT
MLDMENILDNCPVLQSLYICYSYICSPEYPQPTHLPHSLQKLDIKHTKMNSHTFKYISFRCEQLKYMKLEDIRLYHSDSE
ETGQLLVDMPFSQLKILSTSDITFFFENNFLYAYKCVKHFVIEQLKNVSINRLDQSNQERTPLSNWYHVCIDETNGKERI
FAWELGKRDIEFAQRYYKDFRRRSQQDKERNDMEEFGKGYKIKRFWKRDLKDCVLIFRFKSVEDCSIEESSIFKHVHSRL
GSGSGSGSE*                                                                      
>Pbla_Phybl2_139046                                                             
MAAKLPLEILEYIAKYVKVYDWCKYVLVCKQWTESFLNAYWAQVDMKNFIKHIPELSIFPGRYMKKANSFKLIGVFGKHY
HGLLKRLNIFAVFKPISEKDIEAIRNAEPAHTVTEIDFCSHYTDTSWIFYFAHKYPSPVNSNSEIQSPEYQHSTHLPHPL
QTLEIAKTRIDIHVFKYISFRCRQLKYMTLLFISYRGSDIDKTRQILVDMPFSQLKLLKAYGNQKSYSLSPNLIVIEQMG
NDETDQGHAPQLNWYHLCVDTTNRRNILLVWELGRCDIEFCQRYLKDFGRRREFEEERNDTEEYDFSYKLKRFWKRDLQL
GVLILRFKSQHVSDQSQAPLKSHPPGRARGQQESTRSPPSGSSQRPNGDHLQALGHMGRGGEVLRTRTLCSSRNSYGIV*
>Pbla_Phybl2_162113                                                             
MGFSELRFEILAKIADNLSRRANLSCALTCKGWRYAFKKALCRDKRFVSYDDALTLTNIIKDFENVPTLHGIWVPNLHIP
HYFSVTELLDIEFSDLLRYLPNLKCLDVPIIFRKYIHTEPPISDNARYELQPAKIPLGTEKKISDNVWKSLESLRIHCKG
TSELQLAKDLVEFVNAYSMLQRLDIFDDAGSRGTFFTPLYFPEFVF*                                 
>Pbla_Phybl2_139055                                                             
MGYSDLPFEILNQVSDYLSTNDKRSCSLTCKGWRYPFQNALWRYIHINSYRGVQKLIDSIKNHQIVSTTYGLSYLPNLKR
LDLERISYKRIYTDITGSDKIWTSLETLKIQCMHNNLKNLSSISVRINPDYDFLPTLDTIPNMAPVSFVTSLNINWDQHS
NGSRRRNNWDPLWLYYFGYKYPNLRSLRLNAMTIWPRRLIIDKNETMLSLFKYNPNAFQHLETFVLTHDKHFAISFFALL
KVFRELRYPLRHLTLGATQLGDIHASFSIDINRILQFFSETLQSFSIKDFKYIFGDQDQTFKLSSYHLLLTNLCISSIDL
VFDVGNILDRCVTLKELELCGKELLIIPNTTAENLKQQQHRLRTLTLGGSVASEVFNYLSLRTGCLLLNMPHTFLKTLNI
GQLRYGPSYEETNLYDHSRLTLLSQLNDVSLTDEKIKRSGADLAFRYYRTFQSKKSLENIKQQCLYDEEIGYMDWEFELH
KGYGQFRFGKIESIHVICPAYGIQIQKKGYEPSPF*                                            
>Pbla_Phybl2_139062                                                             
MGFSELPFEILLKVADLLSREDKRSCSLSCKGWRYMFQEILWKNIYIHDCDSLQNLIDMVKVSQSTSIFRGPWVYSLHIN
YYCSAPEILAIQFSELFRYLPNLKRLDLNGEIYKYIYTDTTRSDNIWNSLEILIVKYSAYTERQSTKELPEFINTCNMLQ
QLQIIKCGDGFRLEFGVEDFNNMHQNLQSLSFIDAEMYLSSDFLTTLNTIPYTTPALSVTSLDISSKKYENHDGEFSRNW
NEWNPLWLYYFGYKYPNLRYLKLEATNICSDAISSDERQTMISLFRSNPNAFQHLETFDLTTDRYFEFSDLILWELLCAL



RVPLKHLSLDATNHYAVDDSNPVDFSRIIQSFSETLETLSLTGFLYREVDQNSVMEIPSYCPFLTNLCISGSDVSLYIDD
ILDRCVALKQLEICGGRLLIKSRTTTEETDQHQHSLQSLTLEKCSIAPEVLTCISFRCRNLKRMDLRSLWIGESVCEKTG
CLLIDMSHTFLKTLKIGQVQFHGSDRVHSYDDWASLVLLSELHDNPLSNERDTIKRTEIDSNYPRTECNNITWLYTYNDM
AYTGEETLNTTEISKDEANIAIEYYKNFQSNQIDAISIDDSSYNGDDLTDAWKYELYKGYAELRFGKIQYRPYICESDFV
ERYYTTLCLSQSFGGLEILSPRKIQAFLQFCWLIPSLRQIRLRFHSPFYGSVPTLCPWSVLPPVYHMIHSISSFPHLSSH
PCVFFAAALSLCSSILSIIYPNLGMPVNCRWRPVWRFFSITYGTQSHLLMSFLKVLDTAFPGDPFKASLFASSFIQFFSS
QSFHIHRVNTIPKRRPRSHTPILLAEPYYAHHRCNPRMTPIPAPPLDPQTPKHLMIPTLTSSLLYFKRAISEYMTPPSQL
PSPRGRFTGSLALKRLEESNGEAGETKVMPQSSGNENVNNRCSTTNRGKVLWVNVEKDAGGGKKPVGGVVALGRGLK*  
>Pbla_Phybl2_157150                                                             
MRYSDLPFEILTKIADNLSKRAKLSCALTCKGWRYAFQKALCRDKRFVSYDDALTLTKIIKGSKNVPTLHSIWVHSLHIS
*                                                                               
>Pbla_Phybl2_73411                                                              
MITMTAYELPPEILTQIGDNLSTRDNLSCALTCKRWRSPFEKALWKNTRFYSYYDISKLTESVKVFQHLSLLQSLWVHSL
SITRPFSGENLLYKEFYDLLKFFPNLKHLDVPLIFYRAIYTHKNSSDSVWKYLKSLKISYETSKALQPAETLLKVINMCS
MLQELIILGRYQKLLIKFGVDDFDSMHQHLQDLSSIKADIDFNSDFSVTLYKIPNTIPAFTMTSPDICLREYDLKTKDEY
QNQWNPLWLYYFGYKYPNLRSLKLEVLEIDNGPINSDQRQRIISLFQSNPNAFRRLETFDLTTNEYFEFSDFILMDFIDE
LKAPLKHLKLRAKPAILDVSRVSRPFSETLESLSFTGYTYGNYARDSTFELSYCYPLLTNLCISGRNVALNLSDLLDKCV
ALKRLKLCHGKLVIDSNMTNEKSKKQKQQHGLHILILRKYYIPSKAFHYISLRCRGLKHMTLHTLRIKGLICTKTGCLLL
DMPHTFLKSLNICQVEYGASYKESQKYDTYLTLVSQLNDAPSSDKKNERVKYEINSKFPVVASHNIDWIYTYLFSSSFTT
YNVRTTKLSKRGASIAFEYYRNSWPKMYPRNLNSQLLYDKCSSYMTRACELQKGYGQFRFGKIEFVYIIGPSH*      
>Pbla_Phybl2_73419                                                              
MRYSDLPFEILEHVSDYLSTNDKRSCSLTCKGWRYPFQKALWRYIRVKSYSGVQKLIRSIKKSQYVSTTYGLSVYSLRIY
GSYLGIKTSDIEFSELFKHLPNLRCLHLELITYKRIYTDITSSDKIWTSLETLKIQWEYSSFEQEKINFFECIKACRMLQ
ELEIRRGLRNELLYFSMNDFDNMPNNLKNLSSISVYINHNHDFLPTLDTIPNTAPVFSVASLNINWDEIRSSRNESWNIW
SPLWLYYLGYKYPNLRSLRLNIKPPRMRVLNRDNSERTISLLRSNQNAFRHMETLDLIRDQDLELSKCILLELFIPLRVP
LRHLTLDPGPLGDLNSSYSMDVIKVLESFSRTLQSFSARGFQLNLRDKDPSFKLYSYYPLLTNLCINNIDVYLDFGQLLD
RCVALKELQFCAGTLVINPNTTTETSKQQQHGLQILTLRKCSGFIYEKTGCLLLNMPHTFLKTLTIGHIQYVPPYERTNV
YNQSRLTLLSQLNDFPSSEDIGERKRNETDSEHHVLTSHRIAWIYTYYTFGPFENGRVKTTRLSKSGADIAFKYFQNFPP
KCFFQTLEHKSLYDEEFDDMTRACELHKGYGQFKFGKIESVHVVNNTYFILLFNSPRSSSNILSFIKQVLIAPCIYLRSP
PKAQVQPELPFEILAQIADRLSTDDKRSCALACKGLRHTFQRALWRYIRVHSYRGVQKLIDNIKRHQTVSTPYSLWVYSL
RIYSSYSIAETSDIEFSELFKYLPNLRCLDLGPISYERIYTDITSSDKIWTSLETLKIQWEGNSYIHQRINFFEFINGCS
KLRKLEIRKGSMNQLLEFSMKDFDNMHRHLKTLSSITVHVNPTSDFWTTLDTIPSTAPAFSVTSLNINWKQQRDRNGSWN
SWNPLWLYYFGYKYPNLRSLRLNSRTMWPSTLIMDKRETMISLFRSNPNAFQHLETFDFKHDIYFKLSRFILWEVFRELR
VPLRHLTLDPTQLGELDASYSMDVNKVLESFSKTLQSFSVQGFECISGVPNPIFGLYSYHPLLTNLCISSIDVTLDIVNL
LDKCVALKQLKFCAGTLVIDPNTTTETSKQQQHGLQILTLRKCSVAFEVFNYVSSRCRCLKQMTLYTLHIKGSICKITGC
LLLDMPHTFLKTLNVGQLRYGPSYEETNVYDHSRLTLLSQLNDVSLTDEKTKRDTNEIDPEHPALTSQRIDWLYTYNASP
HYKYKRVKTTKLSKSGANIAFEYYQRFQSEKVLQNLKHQCLCNREIDYMEREYELNKGYGQLKFGKVESSRVI*      
>Pbla_Phybl2_73421                                                              
MTASELPSEILSQIAEHLLTKDILAGPITCKTWRYIFQYYLWRDIQIDSTDTLEHIYNMIKPYNNTSIPHGSMVHSIQIE
QQYDLFQCLPNLVHIDLGHKNLNIIN*                                                     
>Pbla_Phybl2_139150                                                             
MFIQLPCEILANIARFMLQIDKLQCSLVCKSWCRPFQESLWKTLEVKTTNKINEICRSPNNQSIYRDNGHLVQTILLGNS
ICVKEKELLTMQRHFTNLRYLNIPCGGLNRTEFGGTTKWELWRSLTDLRIHIPYIRTGEKKRIMSIIPNLPCLRRLEFED
DGWDNRSLYTFQDLEQIHSYLPRLTCLDMCIKLEPIPMSIMDQIECVSPAIHLTKTMFAIRHVDITWLYYFSVKYPSMDS
LRWRIKYHYILPKVDMVKVTEMLSERSCIFPCLKKIDFEEASGLSVPDSVFLNMFSKFPGTIDHFHYTLNGKNVKSLQVS
TLSSRFQKNWAASLKSLFFTFPESSFSSSEERISFGMLPVLVNLRVKLLSGYVELDLLLKNCPAMKKLYLEAGKVTFSTI
FPQNVSRHGLQEIELDSMEVHSDIYRHISNCCRELSSMRVRNIRMEDTDSSEFKSIYLDMPYTRLKMLNLVRFRLSHQTY
DKQCLHYTHLNRIQLLTIEQTGPITRPIDSLPDENNQRNMAATSWFHQYRVNAHPSIERAVWMLGEEETRVAEFYFSSAS
SGVSQRVEDPNTARDCFGLVDKSSWKDDLLRGYIKLRCKSVAVCNIDGTIFYGGV*                        
>Pbla_Phybl2_178980                                                             
MFSRFPFEILTTIALLISQEDKLNCSAVCKAWRRPFQDSLWNSVEINSMNIDMICDSSPYHQRLFKTNGHRVRSMVLGGW
TRLNSKQILKLQYYFPHLKSLSIQDKSLSRNDFGKATDWCHWGSLTRLEIILPSLEHKNLETYFLDVVGSLPCLEYLDMS
EGVCTGRYLYTWRDFETLHEKLPRLEHLRMKVSLAPILVNDVLEIQDTKSAPSLSAVHLFGETMDPQWLYYCALKYPNIH
TFEWKIFYGYDTAHERMTDTMYAAMGLAMKMISSLPSFFPHLKKAIIEEISDEGRLHTLFWKKLRQSGASLAQLEYHVRG
EVIAPYQIQTILRECSQTCSDTLETLQLQFYTSDSYLCMAPISLGTFPCLVNLTINLLYNHFELDVILDNCINLKKLKLQ
NGTSSISHGALKYPQQHGLQTFELVSVRVNLAIFRHLSYRCQQLRHLELATLRIAEKICSKTGNLLLDMPFTQLETLKLC
DLVLYSEKDDYSNPYYYDNDSTDSMDRYHQIQLFVIEQTHTNPPIPDSPVQCHAVLPTSPPTSPHPQSPSQSPITKDTTW
FHRCLGSPHNHNNDNSNNINNNTPSQEIRVLEKEQVETACKYFQTFQAQSQEEATHSDIERDEDGLVLEQYWQKDLPEGY
ITLRCKSVDQYSIEGLPDHTIDGT*                                                       
>Pbla_Phybl2_139170                                                             
MLATELPFEIITNIARLLPARDICNGSLVCQAWYQPFSDSLWHTVKIQSRSKLEALCNHLSEPNRHKVVRQLEIGAQLQL
EGKQLSLILQSFHSLHTLILATGSLSASCFKPEMAWNKWDSLHRLDFHAYNNDLEHTLNILSSLPALRQLTYLTNRSGEA



SLHVCDMERIHSYLPGLEKLTLSANLALLGADDIQTMSEFTMKPANKLKHVKFAFGCVDLRWVSYWALKYPNLRMLEWNP
YYDSTRNYSYVDEAAEMLCYISRPFNRLETIRLLEASRNRCLHQPFVGLMSRFGRGFRRLEYDIAFDDQYYATTDGIKEV
LRDGLSNRVETLDMRIYYPVQGPNTLIPLALGVCPSLLYLKLQVFDIDFAIDVLLDNCMALETLNLTCRGIALSKGSSLI
TTTKPHPLQSFELHEGTTTPAVFNYLSDRCRKLTNMQLNCVKIIGRVSDTAGSLKIDMPHTHFQQLQLNQISYFSSVRGS
ECKNKMHFISFTQQILSQRKWYHWNGYWSCHEMSNPYRRLPDNQVKYVEEYYGAFTSRQTPSPCQHHELYIAPYISSTAW
KNDLTRGYIDMHCASIDSLILKN*                                                        
>Pbla_Phybl2_162215                                                             
MKTGRIYWSSFMANLPFEILTQVAIHINQPKDLRACTLVCQSWYRPFTERLWSRLCINTISQLNAVSGTFSSHKSLAPFY
SRVRTLHLKCPFKIHSHRFHLIQQRFHDLEALHIHSDCLTSACFSQSTANWGLWKYLTVLEFSMGQHEISPAEFIAVLPL
VPYLKQLVYAQREARHGLCWKDIEAIHTHLQFLERLYLGAFCRTPSLNDFLGLPRLIPAKTLKNLEVLDYQISPWFIYYC
AWKYPNLETLELYETFPVRPHTTSIMLWDCPSFNPIQPFRNLLQSNWGQIERIIAQSARSIAHLEYSDILQGALDPYYQA
TNDPLLQVFEKSAESLKLHLPDSRNSSPRAIFQSVSKWPCLTQLDINAPYLNLDIHHILGCCLALKRLVLTFRTLEYIFC
LSKPQQTYELESLTLQNGTFHSDLLYFISKRCRRLNELKLIRLIIDSRVDSICFPLGIDMRYTTLNNLVLDKILFDGVDG
FGSRYDVQNNVMLVYQMRSTFDDDTTSATYNHMPTQTEKMQWFHWHRAPHAPPPLGQCRKLNEKEASFTKSVFRTYQYRY
VYSVDQDKRSHRTRSYRDREDWQNDLYKGHTTFICESVLNLVIRD*                                  
>Pbla_Phybl2_139256                                                             
MNFNNDTANKQSHSLPPNVLIRVFENLPISSLANVAMASRRFKVLAYDDEIWDTKLKIMLESDTGALAALLEDPNAKLSL
IDKDTSFLINNKPLNTLIPGMSRDPYNERARAKSTGHARERFKELYIRIAPYYLDLRNINGKSKVLQDFGSAPETCGKTL
NLLVGLGKCKVVDDWRELNDTVEALCQYFESASLHEFEIAYDSNKPAEMKVYAHAIIALNGGSLCIQTFLQKHPIFYDNP
FKPEDNFVSSGLDIDSLKNLFAAITDAMKQQAELIIQVFPPSADVFYMFADRVFEDVMADYVTQLLGRAQTIDSSNYLYA
ISSILTLVYSLVDVITGDDVAIRIDKERGINLLYKLFFPLLDDYLEEEKKYVEKKYGKEIADWNQSSGERRDDPSVRLTN
QSRELFKRNYLLAFKKVIALPIDLVSSAATTIASPFQRSMQFSFKSEDKTANKRASSTLASVESTSSSTSFSPQSTPPST
PKNSVSIPRHQKTNSTTSISKSPVNESSSLHSRQSSRNSIPTPTTPETKSLEPSDALENAQHELDALQNLLSLSVAVNMI
HVNKDSERRVQRFINIGFPGRMKQDIQKTFEAIFINLLKTLGHDHIQTAFERASKRLLSYKPDPESLKFNNGEVPPLTEF
FGMVHLADLMQHMIQAYYDEEITKYVDKHDFMNDINKEKKSFERLLDDCVAQGMDHGIQVLLAQVEMILSTEQKPEDYNP
PSDIDVDLKPTKACFDAIECLKKNISMLSGAAEKSTMDLFFSEIGRRFFEVLCKHLKAQTVNEMGGLRYICDMNAYYAFA
VDLKQRAITPYFSALKSLSNVYIITSPQDIKSVIHDLERYHGLMRIEDLFEFASCRADWPIIKKVVQKDMTDCSIM*   
>Pbla_Phybl2_58317                                                              
MLASELPFEILSHIASFIAPDKNFDYTVVCRAWKIPFQESMWSRMNIYTRKKLEDACNTPASNQSYYKIHGHLVRELTLS
KRLQTSDRQLRILQDLFPSLRSLYIYEESVDNIEFGVMADWSIWRSLTHLKICVEGFEIEVNVKKFLELLSFLPCLKRLE
YVKALCGLSSLFKIDDFETLHRHLPQLTYLSTAMDLDNISPNDIQTITNSNPASPLTTAEIRVDHMDIRWLWYFAQKYPN
IRTLEWKIINTGFDTSVSPDEVISLFPSLTFAFPHLNKVVMKGESEKVSMHLAFWDLVYQFRAPIKHLVYYLAGRRNIPE
LLEQIIKKCMSSCSETLETLLLLCWAEMCDPLIIPNALGICTHLQSLNLEVRRSSIALDVILDNCSLLKKLKLTSQRVSI
QPDASNSPKLHGLRFLELRMATIKSTLFQYISSRCRSLNYMRLASINIFGPLLPKTGSLNLDMPHTCFERLELNCVVFCA
SHDDWSIEMPINFMALSQTNSTPCDKNTPSQLVWFHLHRPSRCGHQRDQIRILKKAEAKYSRKYFRAFERKTVKNPDSQN
GVRRSYHGQVLKHLWKKDLPLGYARLNCKYSRNFVVDTKESQKRNKFLNHHFCFNVCFSRCVPIYLDLITITHSFCGLSS
HEADILKTLSTNCEKIFVISIFIMSASTLPFEILVHIASFLSTNDKLTCILTCKAWEPAFQETLWNTVDIRHKGKLNVIH
GVLVSKGDSVHSQGTYVRVLVFALGLKVSSEQLRTFQRHCQKIQHLIIREGGLSKDYFLKKPDWELWGALTRLEICLSGL
NLVNEPRELIYIISHLPRLRRLDYVDAMMGPRPLYKLQDFEALHNHLPQLEYLSMAVWLDVVPTEDLTIIKGATPANALT
TLKLYVDNMDLWWMYYMAQKYSNIITLEMKIDTELRRPNSFREDETSKLLDLSDVFPRLENTLIACRPNTEWSQLTLWDL
FRRFDTPLKNLKYDLHSCYDMSGSLERTVSGSIQSCSRTLESFHISSYVDFSDRCKVPRALSFCPNLVDLQITSYITIVA
LDIFLDHCAVLKNLTLSVSMLSVIASPFHDSTPHGLESLKISRATTNGCILRYTSLRCKNLKYMYLIDVNFFGIINQETG
SLCIDMCDTRFKYLELVRVSFYSSSGDRENSLKFLCISWPNYSLISDTMLQGNNDSSLWFHMYSSLADTGPHNNGLMVLS
EEEIRLSEKYFSNFRLNSANVFGNQEEDRFYRVKSTWNNWIDWRKSLSLGYATIRCASVEKYHITYES*           
>Pbla_Phybl2_139553                                                             
MLPSNLPYEILLKIAEHLSKDFSRQCALVCKSWTLPFQEVLWESLSIENTSQLRNICKLSIPAQSIVRTNGHLVRQMSLK
FRLEISYQQLFVLQNCFQNLNYLHINCSILPTALSSNKINWKLWERLETLSVLQPKLFVTNGLHGFVSILSFYPKLKQLV
VDENLGIQMATYTWKDLEIILQPLQHLQQLKINIAFGLRAIDNTPLSKDINPINSLVHLCVAVSNADHKWLYYFTEKAPR
IHTLDLDIDFPDLRTCNQWSNMLGMITTMPSPFENLRTLQLKNCATSEYYVPFLDLLCRLKVPLTTLTYDMRRDFTTVQA
VQSIVEKSGRLFSKTMENMNIISRFSASFKCTFPMCFYFFPCLVRLQLRQIKACIVLDDILNQCPALKDLILDQPCVTVS
TRTRTSTAFSSHGLKTASLTNTNVNSKLFNYVSLRCRKLLKMRLENVKVFGHIEEGKENSFECDMSHTQIDSLFLYNVRY
YALHNKDVLERNYRQNAHNTYQVKDATIISIMEFEPNKPEMDANADILQTTTKSPRFFNCSNTIAENELAEDQLVKENDR
ELLNLDAHLESFLTWKPDSEKNPRVLYKENSYSIILHSKREAAQDPEATPVPAASSRLEEIHATFELICNKTQPSKKNSS
KTSLFEVNKLVTIKNYYRRLLESPGKIKASARAAEIIWKSPSKYRGETARA*                            
>Pbla_Phybl2_75635                                                              
MMLVFELPFEVLVRIASLLSLEDKLSCTAVCKAWKPLFQESLWDTLYIQNERKLIDICYSTASHNCIYPENGSRVKEIYM
SKGLLPSIEEIMVIQRMFHNTDLLYAPLRVLGSPDIQKFTESYSWKSLTCLEIIIDGFDSPVERIPSFIKATAYLPCLTR
LEFVKNYTESSLIYTINDIEDLHSNLPHLKYLSLNGGVSDITTNNMIIFSHIIPAKCLTVAKLDLESMDIVWLYYSMCKY
SNIKSLHWNISKSLIAQDDFIDYINIQIKKIPNPLKYMNTLVIKDTWCNEETYEYLYKLISYHKPPISHIKYSKCITYHT
ENELYLLSDNIRNLVGAFSQSLQKIEITTNANFSDINTIMKELGSCPDLVELHLSLSNTLIDIDVLLNHCVGLKKLKLSG
KRVFISSDVPENTTPHGLCLLEVSRTIANTNLFYYISFRCRHLKYMHLNYMNVFGTFTKSTRGIVINMPHTHLQLLLLNC
VSFCTEHGSEYSNEGAVNLMTSMKPRIIVRQTNLMTRLQHSDASYQKSDQEKKVQLQIYWTPIKQRDALKEVLSRRREPL



YSHEYSKLLDIQPTNSRRKSSCFFYRAQMIFKFLLCGALFFMNQDKRSVSSKMKLEIIEHSLNFAHFDYKRIQSFINQSF
KKNLKSNISYSYRYFCFSGKTACRNESLTFL*                                                
>Pbla_Phybl2_163167                                                             
MSLNKKEEEERGVPVTFYEMRSTCSFPMTSKLPHEILSIIAKFLPPDTRSICSIVCKQWQQPFQDAIPSELSITNHNLKD
ICDQLDSNIYFKRHLVQHLNLYCISTRNREYLPVLQSLFPAIQSFHYVEQTNRDISIESLLDFGLWKSLTHLDIYIQQRS
NFETKNVLEKLSSLPHIVHFTFMRMHPYLAPSFVTWQDIDCLHNNLPLLRVLKLGVRLFPISSDDISTIRQTVPANRMAY
AKYTDSYIDSTWLFYFALKYPFLRTIDFSDYFHKREPYADYNKEREMKLLSTHPSFFLHLKNVYVYENSRNGWPMTTFYD
TLSHFSAPLKHMDINIANGNDGYALTHNINTWANLFSKTMETLDITVSFARHTSMSNPITLSIYPRLTKLVISAEYKSIE
IDHILDQCPGLLMLKLSKNAISLRNPSSAFQSTHGLRKLYVDISDTNIRVINYVSSRCRQLKYLTLDKIAPKDTDFDKTG
YLLFDMSFSQLNELRMWDLKLEGGFKFFVIEQAETVLQYTENSPMGHSSEQSSSTQGYRSEWYHTGKDGPLGREKKIVWK
LKEDDVEFVKTYYQKAKDKNSYSYKPSKPQSDYLEDLTSKASWKEDVYGGYVVFRCKHVKKYNVGL*             
>Pbla_Phybl2_179490                                                             
MSGDKTNNFPKCFQHPFPTELLLNIFVNLNGTTLAQCTLVCRQWRAVIQHYDDLIWRICSRRDYKEIDSNRFWSLCFPDP
HISNSIGIPSPRDRLQNNARALKRTWQDMYRITKNWDTGYCLGYFPEIKAQPLPGQWISGVVGYPREASCFSLLNVAKTG
SLVRSNPVYRNPTGPPHSLIMTDPDTCQTTYLQSINEAVSPSLAVEGRRHIILCHFTQPSSKWIVTGGLDGSVALWDSDT
KKLACMWHGHRGRVLCVSMNDKMAVSGGTDSNICVWDLENHSIEGSPTETNYTHTTPRGHIDISSYISSHGEWYQGVGDI
AVNTHLVACAPESSGPLLVFSLLTGALVYELQTNIDGPRQWPFSGALGVINICLTPFFLLTKGKVLKNDTSVPIYPKQPT
TFGQASSIQTINHEIPAGRMTPYQLYRYYQSQQSQQSDDQTMDSLDCINVWCLRTGKMAYRLVPTFETPDIKYTITDIRL
CPDFSRTLVCLEVRDNSRPSPERHQTEERLYCWDFSCQNISMDQANISKQELTAVQINAPTHLSEPHQKIGKSWMYYM* 
>Pbla_Phybl2_140410                                                             
MCVSKLPFEILTQVADNLSAKDILSCSLTCKGWRDPFQKALWKEMRLYSFHGMQRLIYIIQDSQGVSTSYPHLAHSLCID
GRFRTPLNSVFQVSDLSLYLPNVKRLCLVNISQTNICTSLTKSHKIWKSLESLKVEYERSLCGFMTQGLFAFINTCTMLN
TLEICDDGFGFAISPGVGTFDDIHQRLQHLSSIKAGFFLGPVILDALDTVPNTTPAFSVTSLDISSIEFKERGSIGDNDG
SGEDWHPLWIYYFGYKYPNLLSLKLEVTDLFEDPILSDERELIISLFHANPNAFQHLETFDLTTDSNIEFSDFMLWELLC
PLRVPLKHLTLHATNFGTVEHSYPMDIDRILQSFSGTLESLSVRGFKYSERNQDPTINLSSHYPLLTNLCISGSQVSLNL
DDLLNKCVALEQLEYCGGTLVINSNTITEESNQHQEQHGLQILKLRDCSVAAEAFEHLSFRCKNLDYMDVSALSITGPIC
AKAG*                                                                           
>Pbla_Phybl2_163430                                                             
MGVSELPFELLVQISDNLSTKDILSCALTCKAWRNPFQKALWREIRLYNFHSTQRFIDIIKDFQDVSISYPHLVHSLCID
GRFRMPPNSDSQVSDLSMYLPNIKSLCVENISRTDICTELTRSHKIWKSLESLKVDYERSENEVSAKNLFEFINTCTMLQ
KLEIRDDGLGFNIERSVDYFENMHRHLQNLSFIKVGLYLTPDILDTLDTIPNTIPAFSVIYLDINSKRYKGIDSYDDTEY
GTNDWDPLWLYYFGYKYPNLRSLKLDFTNIFSEPINPGYRQMTISLFHSNPNAFRHLETFDLTTDYYFEFSDFILWELFC
SLRIPLKYLTLDATNYGAVDDSNPMDIDRILQSFSETLESLSVTGFIYSERNQDSTIKLSSCYPLLTNLCIRGREMSLNL
EDLLDKCVALKQLEYCGGILLINPNTTTEESNQHQKQHGLQILKLHDFSAAAEVFDHISFKCRSLEYMDLSVFYITGNIC
ERNGCLLLDMSHTFLKTLNIAQIRYGSTCKKTHSDDAIGLTLLSQLYDDPSAGKESEREENHIDSKNTIVKYCDMGCFYT
YDYHRIGANRGLHTMQLSKTSANIALGYYQNSWPNKFISTLKDDNSYDGVHREIEWERELCKGYAKWSFGKVKDIHFISI
*                                                                               
>Pbla_Phybl2_107845                                                             
QELEQLPLRDQTPINNLWSVFDAAPAQQRILILKGLLSTCCTSQLSYLASALQPLLRIDFTVILPIEISIKIFTYLDAQS
LCKAAQVNKRWREIADDDILWHRMCEQHIDRKCTKCGWRLALLQKPKLIRSPEKRVREDSTEDLPNKRTDRKLWKDIYSE
RLVVERHWRKNKYVHRVLKGHMDGVMCLQFCEYQNMLITGSYDKTIIVWNLETGALLETLKGHTRCVRTLQFDDTKLVTG
SMDNTLRIWNYRTGQCIRTLEGHTNGVVHLHFDARILASGSADATIKIWNFQTGKCYTLTGHTHLVNHVKIYNNSTSLVS
TSDDTTIRIWDLEKRTCTRVLQGHLAPVQVAVPSMPGLIHRFEDYTANLQIQKTHTGTSFQAPSTSSTTSVPVIISGSLD
TSIKIWSIETGNCLGTLLGHAHGVWTLAYDKQRLVSGSHDGIIKIWDIEKGNPMYSLQGHTSAVTAIALGDAKVVSASDN
GEIHIWDYGAII*                                                                   
>Pbla_Phybl2_77073                                                              
MVLLSLPSEVLWQIVSFLDITDLSVLRFVSTKLRTYADHPSHWKDLQLRPPPSSTAGISLWNLNDLKDLIGPHASHTRSI
KIWGVRDTVVRFLITRCTHLQELTICGWATLSDHAFRFPATNSTGGTSGTSGTSGGHLAGLRRLEFVGATQQSNYTALGA
NTLGRILTNCPDLSELLLGCQVHIHAQTLIEELKKSSRPPLSLRSLTLATHRTWSAPHITHLFDLCPSLEQIGLLPAAAS
GCDVGKDSSSVQRWLADTHSLKLEHSPESPIALDLPLDQDMVIYRPTCNTTQRTHFCTSH*                   
>Pbla_Phybl2_77060                                                              
MGKVWTINQWHGAARSKYALKITQMVMSDKGYTTKLNLETARSSRTKTTTLNYSNSNVVHYLTSDLPFEILSCIASYLTN
DHKLHASLVCRAWHAPFTESVWKKLDIVTERSMEGLCSILSSSLTNYRKCGYLVKDLVFRSNVRVSNDQFRLIRNHFQSL
YYLWIYSGNISPYFFQNTSWWILPSLTKLHFSINEDNLGKQEVMDVILSSPTLKHLEIHQYPWVSKITFTVSDLETIHER
LPILEFLSLGVNLGHVSDSDIALVLQTTPAIRLTSLEFQSIQGDKLWLYYWGLKYPNLTNLSWPGDDSMKANQAHHDIPL
NDILESKNSFRRLKKATIGTIKYNISIYQAFFELLSRLKVSLQHLKYTIYIDENTPAFATALIKDTMRLSCKTLKTLDVE
IFNSLPDPLVIPTVVGYCSFLVDISLSAYHMDFALDVLLNKCTALKSLRLIAGTVFVRPDAFGITTQHSLETFELCNTKV
DIHLFDYLSSRCRRITRLNLFNLRVTGVLCLEAGSISINMPYNHFETLEMFRVAFYSPSDGITCNENTRMSLLALTQLNP
TISQPGSPTGYIQSIDPVPSTRPATRWYHRYGPLCHNVMATELRELREDDIEYAMDYFKSFEYEPVTDEQNEELEATRGS
VEYSNTTNWVDDLPLGYVDIRCASIRNFVFDNPKFY*                                           
>Pbla_Phybl2_163844                                                             
MGDRIPIEIILHILSYLPKKEIIKLLTINHNWFNVVSKQIYNTIVLRDKKDLFNIRNLFTATAKQSLQHNHGFYSSYNYG



ALVRKLDLSRLDCCNLVTDPVLRDLTLDTQNLTSLNLYNCHQVTDTIFKMILVKAIHIKHLFLAGATQLTGNALISIRSK
PPILQTLNIYLIPDFFHNMSSRKLGALKPVLGNLRTFKAGKLCTRHSEILCTSFEGLEELWLHGATDHQVRSILMQHHRN
NTGCLKSLTLKYCKLDKVTFSYIPRSIRHLTYEHGPCSDYGWLHKHIQNLVTLRLTYSADFSLDEHLHQARALRVFAPPC
ISGICGLPHWSSSINRLILTIPMVSEDFDILMDAYCNQLVELQVVGSGLQKSFGRFMPCLKIFVWKVEYIPLTRFQTLPR
LIPLLRVLAIGVNDERDDNIVNTLEGWKYLEVYHLKVKEPSGLEYDFGHDFQYWEKHDDVW*                  
>Pbla_Phybl2_62448                                                              
MSVKLPFEILGIISSYVSRRDMIRCLTVCKSWRAPFEDALWETIEIDGYGKMVAICSNLTTLSTVYQKNGHRVRTLTLCG
HMWIVNEELCIIQQYFHKLKHLNIRPSALSWYDFGKLANWDSWKSLTRLEIHMTELTGGDKEEEIIEMLASLPNLRHLYL
DDDLPLKKEHFTWRAIEKIHLYLPLLEYFEMGSPLVAISQHDLPDIKYITPASNLAIVKINYGVMDLGWLYYCAIKYPSI
HTFGWKIKEDNKRPLYLETTDDEPSDEESQQIESLPVRLARSGVEQKKAISMFSKLAYFFPHLKIVELNDKPNSEWQHTV
FWKLIRQFRVPLKCVDYDFYNTDIDTESSGKIMNEHILACSNSLEALRLRAEVTALSSVLGTCADPMYPSVYSCLVDLHI
SLVSKEIELDILLNHCPVLRWLHLSARPIILSAGSLVNPATHGLKRIKIEDAKVDWRIFSYISLRCKYLSHMSLFDVAVC
GPISQETGNLCLDMSHTHFKDLKLVNVDFYSLEDMYTEEYQCADELINFISFEQTESAHSKVFDTQGPLNTPSENHTQST
WFHLCLSSINKTHQELRKLEQHQIELAQKYFQSFHNKDHNLSTEDAQYKISGPVDKNGWAKDLSHGYVTLRCAYSLNHLI
SAYYQQ*                                                                         
>Pbla_Phybl2_185395                                                             
MSLNIVPPEILVEILRFLDPSSVYSFSLVNKYLSATATPLLWHSPILHHEDQFTQFLSSLAMTTKQLGHHVRELNLDTPH
CPTDEEVLFLIERMPHLESFSSADSHQLTNSSLGRLSHYCPDLQELSLCSAGISYRAMHHLGQCKSLRSLSLKNCEELVP
ISLLPLADCPLEYLDLSGCKWLNAEDTAYDVRAFTKLKVLGLMCCQGVTTEFIQCLAQYPNPELTVFSITGCDISDDGIV
SFVKAHPNLEHLTLMDCTITDTSLFAIQTHLPVLHYLEISYCNRITKSGVRHMIRNMPCLDLIGLKNCNIKLRDFPEVES
SPNVYWASGIHVDRFTVYELELVRKAESQPPTPETDSGDNTDIETETDIDVDVDDEINISYPHFHSLIIFPQQPLVLQQR
ALLLAHHQQQQQQQQQQSQTQSQHHFRPRSEPEPEPEQVHIEEPYSELAENIHENYSYIQDYLNTL*             
>Pbla_Phybl2_164230                                                             
MYSEKSLLLSRLNQDIYSIIFKYLDNFSLVVLGQTCRHFYALVSRELSFTSAIWREIDCNPVPNGPPMFHNRCLVGIDNK
LYLPWMTKEPVCFVFDVSLCCWENPISLEIRSTLYRPFVTPVAAIGSKVYMFGGREVSSSALSNSLWVLDINTRIVTHLD
VNGIPPRPRFDHSLDVLEDRYLIVFGGMCADSPGESDVFVFDTLTNTWQEPPVDGRLPSARFGHASVMVGCYLYVYGGCL
IQTQGNTVHDLLYRLDCSTWTWYKYDHPEAYLYRHRLNVPNIAEISQSLQEGFVVETTGTPPRDRFQCTMCAVGRSLLVM
GGQTIRQDVNDTNELHVHSLRTIDVFDSRRKHWSSITTSTNVYPDSLTCIQIQNCLKGGHFMIVLGQHKIFEYQSKDKSR
QIPDEEGYLDTTIYSHTFIQDDSQAAYDGTSSLKHNTEHICLVLSLNEYSI*                            
>Pbla_Phybl2_164232                                                             
METHTNIHSLAPEILFQIFSFMPYNEVYRVRSVCKQWQHMATEHIYLSIKATRQTVTVKLGERSHKRTIDLEAHSYDPIH
QVIEFKPVQVTEHAGSQGPDQTSQWSIYQRRMQIHFSQWKAQTRLPAAVEDCLTVQEKDLALFHLLYNPALERTYELPSP
ASLLPSKQSPGDLHYVGDRGLILALSYQTKASPHHNLFNTAYSSHAIHMGVGVPAPRLEIHWVRATLAWVVSGMAPHTPV
PQIYTERYASLDSKLAHSGCYKYDLYSNPVLEHIVQGNDQIPQDLLKYLQSHTHECHTRLSRIQHMLEGAGVDARVIWKY
SFAKACVVSNGSLLGEEDVVRRIQVLEEEWRKKRQSLTRRLNATI*                                  
>Pbla_Phybl2_87566                                                              
KQLLITELLGCCDNQLLSQIHTLIAPKLKVDFLRQLPSEIAFQILSFVDPPTLAQCDKVSGYWHSLLQDDTTWKSLCLKH
HYCHRFPVLQSMSFRNHFIRRYKIEHAWAQDTGSIVHCPNDIGSGLVTSLQMDDKFIVVGCDNRRIEVYDSTNGKFIRTL
RGHEGGVWALQFIQLENGKHRLISGGCDRQVRVWDLPNGCPLHVLRGHTSTIRCLKVRDSKIAVTGSRDTTLRIWDIEHG
TLKHVCTGHQASVRCLEVHGNLVASGSYDATARLWDIETGECIFVLSGHHSQIYAIAFDGIRIVTGSLDSNIRIWCAQTG
KCIAFLQGHTSLVGHLQLLKPITPSDLPLLVSGASDGCLRVWNLETNECIHRISAHDNSITCLQVEGKRILSGGSDGQVK
LWDIDTGHLLRPFTLPGKSVWRLQFNDTKAVVILQRRSQ                                         
>Pbla_Phybl2_164324                                                             
MPQLLNLNNELLTAIAGHLSIDDLKTFSIVCHKFAMIAHDDSVWREMLYNNFGITYKLPEETWKSMYARKHEDPTNNRMC
PHVCRLTRPALEPYVRKYQQVLNWLPKNLNCTTCGQNQHHAGVCMYMWQGNTRLRCRDCAYKFHTTFNDRRGILFRLPRL
QLFCFACSRQLGETRGDSSEAHFVHGILKTLTHDSEIGQESLRQKEQCLRERELYATDADRASVLESDPHYYFVDRMWLT
TWFLRTCDGDIGKGPIPNHTLAGPDDKLNPDARPRGNFAGGISIVTPYLWKYLVDTYGLSGNVYTSDDIKGPEYCELRQS
IADWRLN*                                                                        
>Pbla_Phybl2_164651                                                             
MKVAELPFEILTQIADNLSKDDKRSCALTCKGWRYPFKRALWRDLRVPSIDTAKILIKYIKNSQKLSTSYGLWIHSLHIC
HYCNITEISDIQLSDLSRYLPNLKTLGLCILLYKDPRLQITRADKTWMSLKSLEIYYKINSRPQPAEYLLEFINACSMVQ
NLEILDGVLNHCMEFSMDDFDNMHQHVQDLTSIKARIYLGPDFSTTLDRIPDIIPAFSMTSLDINSKKNTYNSNDSDERQ
TTISLFQSNPNAFRHLETLELTADYYFVSLDFIVWELFGALGVPLKHLRLNVTQEDKIGHTHPINIEKNLQSFSETLESF
SITGFLYKDHYHNPTLELSSYYPNLTNLFISSANLSLNFDNLLDKCVALKQLKVFGGELLIDPNTTIKEPIYQQQRQQQQ
QQHGLYILSLQKCSADAKLFNRLSFRCRSLRYTTLNTVLVMGSICRNTGCLLLDMAHTFLKTLIIGHLRYSALNQRIYKD
NSINLTLLNRLNDAPPSDKKNKRERNKMDSKYPIIASRNIESIYTYAYYWQAKEYLITKRFSEKETDIVFKYYQNFLSGK
NIQTIQNNNLSDKSTLRKKKTIFGMVFKNIISIFQKRPSSYPLVSHNGGLSSHLVRELYRGYGELRFGNVESLTVIH*  
>Pbla_Phybl2_76524                                                              
MLPQEIISIIADNLSTEDRLICTSVCKSWKDPFQESLWKHVEFKTRDKFDMFYDEASQHDSVYHLNGQWTEELSITCESF
IKDQRFQTLLEVFPNIKSLTIFPDTMINTSKTEPGQIFWKSLTFLRIIPPIHYSEFDIKTFSRILSFTPNVKRLEMVDAV
YDILECTWKDIDVIHDCLPLLEHLEIAPFLALFESTDTPDFSGIKPTRVTSLTIPKYEQCIVWVNYFAHKYPNINPRKCS
FLKDITEDRETKNNIGGSEMKIGL*                                                       



>Pbla_Phybl2_60970                                                              
MYFFSYNHSTPPDSERLTKLPVELLENILQRLSSKDLCELNHTNQLIGQIALVTLYRSPVIKTIEQLEALSTVSPSKLQI
VSELNLEHVGFSIKDFHLQELNQCNRLRILNLTNCKASSSAINQILLPSLKYLQTVILNNCALELTTLQLLGQAGQHTLL
DLDLSSVVLKPCRNFDETNDLDALVNLPLPSTLVTINLSYCRWVRSSTLENIARNCPRIRYLGLRWCGMIHFTTLRLAIM
LLPNLRTMDTMHMSAITHHDTAERLIKEIINLYK*                                             
>Pbla_Phybl2_141729                                                             
MLPQEIIVTIANNLSTKDRITCTSVCRSWKDPFQRALWKHIEMKTRERLWMICYEASQQGNKYHSNGHCTHDFCISFHES
IDNEDFYTLLKVFPSLRSLKIVADLSPTITLKREPGNIFWKALTVLDIVPPRYNDETDIKEFANLLSFTPNVKRLTILQS
PQGGVECTWNDLEVIHDCLPLLNHLEIYTNLSDFESKDAADFTQIKPTRVTSLIIHSYDQCIFWVYYFACKYPKVHTIKC
SLLGDLAEGEETDSVCAKLKNLSSPFQHLKTLETNTNLTEIYKNDVFYTLLDQNGVKLKDVTCILGWGNDTFIYSRMRDL
FDVTLTSILSKIRGSVERLSINCPTILKLDSLLLSISLCTTLVDLQLCVKSETVLLEHIIRCFPSLKRLAIRSHSGLSIL
NNSKKMAHNSLETLELSMVTISQDVLRTSSQNMTNLKRMVLEDVTIEGHLSKENGEFCIDMSSTRFDYLKLKDVHFHYYY
HLRSCFCINFSSVLQSDYQEQRESEKRRFMFSRQYFESRKLEMKNKPNPDRQHNSCQGHLGNDMWRDDLSRGYATLRCKG
VETLNIHGCAAHNIFPE*                                                              
>Pbla_Phybl2_142036                                                             
MSLLLLAFAQLTGSHHVPPNAPIMHTHQLLQKAKYLYNTHRYKEAYHLFAFSAFEENHVCREYRIKCLMAIGEWRTALQE
SKHMIRLYPTASQWYLVAADICLTSQQYRMSREILQESLSKVPYDDSYYADLSRLERVAYQGMLELDCAKCIDVLGVLPY
DLILNIFGRLSLDSLVRATRVSRQWREYLINTPRLWHSLDFGSKNNFSLSIATINTYLGRLDGTPLTHLKIHHEQPDGDS
ILKAISLQASPRLHTLDLSELTCTPEMFSSLLSSVGSSLHTLRWGGIAIKLDDLMHSIANTCTSLKHLDIHDCFVASTAL
SHNSSNHNTITTNPLSPTNSTFASNLTSISAYSTLSINTLVLSGVYGLSPSYMAALLHRCPSLTRLELQRSVLGISHVLA
TLRTCCPSLKDLIYQSNRYYEPSRDFDDQQQIQQIQELQDLPNTDSLVLESTNLIHIPSSSSSSASSSSSSSSSSSSTLS
SLPSTLPVLSVTSEDQPKKIKLGLGSGDHVPLREISLRKANGLTDAMVDLVLSESLGSLEVLDLYSAAGISDKALRQIIS
HDEQIVSQSTITAPLAALRQLTLHGCTGLSEQMILSILKRAPNLVHVDLSGLATVTDTILHYMANNSNNNMAALQTLDLS
DCLSVTDSGVRSLVDSLSKGSLKELTLTDSSLCLDTLVYSACKIRKNPF*                              
>Pbla_Phybl2_165065                                                             
MLVSNLPFEIIRKIADFLDTSDKSQASLCCKAWQIPLQESMWTHMTIDDDQRLGRICDPGSLENNLYKHYGHHVHTLHID
FPGSIYSKILALQKLLPNLRQLRAEFRAKNDEVFQEVMYSENAVDCSLWRSLTDVSINLKYSYLQRGIEEFYPIIYSLHG
LKSLSLDQDCFVNLLALTFDKLELIHSHLPKLEELHINTEPVAISPERLSDISRLTPVTHLRVLDFRIKNSVHRWLYYLA
VKYPNLRALKTLYFTSEFSKEHNYSNMNLTNIPFAFIKLQEIHVKIILSALRAYLDVWKQLRLLNRSVKRIHYEIDHDMD
GQDGISDLIKSCMGSFSSTLESVTVITHFHCNMDLSLTTSLEYYPCLVEIHIAIIGITIELDILLDRCPVLEKLSVYDST
LLLSNDVCSSSKKHGLCMFVLRQGQIDVGTLNYLSIRCRNLDHMAFLEVAITGDISQKTGNICANMSYTHFKVLWLLNVR
FQILNNDKNTNLIALSRHKPNTSVQTNIKKNTDRLDCKRNDAKGPKELLWFYITYKDDELYSKNNVQRLDKVEARQAGKY
FRNYQRKKGIDQKDLVFEPEPGSGSDNTKEMWKKSLPNGHGTIECGSIAEYYLDGYLDIDYYRLYTLFNNSP*       
>Pbla_Phybl2_165233                                                             
MTRRKSVQELVRPLRKLTLLTGHSSKSLSLVPEQTIQCHEQPTFLSRLPHEIALTILRFLPFEDLVRVQLTCRRWRTIAQ
DISIWRTRYQSLCKKYPDIHLHLQTTKINDLTNLSWQTRYCQAISSTNWRMGSVQRLCKISCEGGRILSIKLRANILVTL
NEDNCVRLYEYSTSNGFQLQIKWTFGDVSQPANVVECIDILPEINILVVALRGSKCIFYDINKKNPREPIQVLKGGSHPS
FVPDSIALNQDYFAVLGRKPSALFVWHWRKGVRLANKAFDNQPHSVYLSDHHVVTISVDGIAHAFDILDQTKSAVPHTLP
PCSMPSVEYDGSLSMVLAPFQSRRIHHFQWTPLPSKDISGDNLLSLLPTQSISTPHSSPPQMSSPSSTQAPAPSIPTPSP
SPTPPSPRRNLLPSLLSRHKKKEKEPRDPLLMRLRRHSSYNDYGYACQMRTAHYIKQQQHPHSHFYSPTTSIRTPDFSHK
PALIHSIRTSPLGRTALEIINVATHNGRVATLNRHGDIALYALNGTTAARVSLPTGECEWIEPAADHSRQDDRLSDGYDF
VRSRLAMGPMGIVYGGREGDVWWMDFGCRPNFF*                                              
>Pbla_Phybl2_97203                                                              
KLCYRHRPDLVRKRLPDSFNIQDVQQQMEKLPMADKEAISHIWSLFSAAPDEQRILILKGILSTCCMPQLSFLFDAIKPL
LRIDFISILPREVSLHVFSYLDATSLCNAAQVSQTWRSLADDDALWHRMCEQHIDKKCTKCGWGLPLLDKKKRPNPRKPT
TVFRTTPVSVLPLGTACGPTATSNSNTETSTDDALASNPSKRQKTEARVESIETASYPASQPLVPLIRRPWKDVYSERLV
VERNWRQNKYQGRVLRGHTDGVMCVQFCDVAGILMTGSYDKTIRVWNMETGELIRVLSGHARCVRALQFDEAKLVTGAMD
NTLKIWNWHTGQCIRTLQGHTGGVLSLHFDSRILASGSTDHTIRVWNFEAGECCTLTGHTEWVNSVRIFGDHTLVSGSDD
ATIRVWDLTSRTCTSVLKGHVGQVQIVLPSPKGFTHRFTPEATEAAAMASSRNISRTAARARPLTGTGVSPPGCATDDSP
RLQEQADLTVNSNCSTLSDRPILMSGSLDNTIKIWDMTTGVCLRTLFGHVEGVWGLAYDKLRIVSGSHDKTIRIWDTESG
RCMHPLEGHNGPVTAVALSDTKIVSASDDGDIRIWDY                                           
>Pbla_Phybl2_185900                                                             
MSFCFTFPAEIIDSISGFLSTQDLVSVVLVCRAWNYSFSPSIYRNISLSDPRQFHRLYSILAKSSTTNTPFGNYVRNLDI
LDGRAIQAGIGQLPVLCPHITALKVTQKWASRVNSIVCVNDGALERTTKALLHTFVTSNRLNSLSLNFYRRIDLDILPQL
SNLQHLSLGWLNQGISPATLQTIHAQCPLLKILALDGLDRINEPQQGLTSSTLQSLSLHFRKGIQCDEAWLVYISHTYPR
LSHLSLEAPAQYSESVDFAPLLIPSAYHRFASQAKHLRQLELIHTIRHKILIDLLHSYHVPLASLVLQTKFGFPRDFCDT
LFNVFPSLTLLSAQGHPRYRDCNEPVRSLSNFSTHLRHLNLGQWDTVHLETILGVLPNLTHLTLQDSILLTGSDCPTYNN
NNSNIIDGDSFTGGSNLESLVLERISLPCDGIVEIRGTCLKHLVLRHCTAPHQNLKIKLPGVVLSRVEIDELCVGQPVWK
SDRVVKSVTILGSSGSFGQHELTKAPSPLEIECESVWKLLVNQKNKYFWLYFQDKLRIFIFICVDYTSVSDSLPKEKKKE
KTIISQ*                                                                         
>Pbla_Phybl2_75845                                                              
MSAQFNFNRLPHEIISIVMNHLPLKDLVRIERTSKLIQDFCLEEIEHRMSSGSAAQEWGLMIHLGQTIASPSQFDPKTKT



IAYSVPMDPVNINTMFDHRRQIHCSLLRRIPSTPNYNLSEPFVITIQKGMAEGHTEQLDIQGKLCQVQASITRLVTPSQE
GQDDKNKKLILAPAPLTYALQVTQMRLPLSTLATVC*                                           
>Pbla_Phybl2_59339                                                              
MGLPEIPFEILFNIAYFLTAKDKLSCMTVCSVWKEPFCESLWKTIHINDQRSLIPICNSVDEEKSTFKENGDRVRSLFLS
RWLSTKAEQLQALQKHFQKIQLLHAPHGSIRATDHVKLTDWRLWNSLIHLEICVSGLSLQDEVQGLLDILSGLPNLERLE
YIWTAWGTSDFYRLQDIEALHKYLPRLKYLSLSISLANLDPDELDKIELVEPAENLRVLKTRINNMDLRWLAYFARKYTK
IHTLEWTDRTDLPASELFQEEAFEMFTKLHSAFKQLNKVVVNGVSQTNSTHIAFWNLFGRFGVPLKSLEYNLGTCFENSE
ILEKTITACLQSCSSTLETLLINGSTGISNPTNIPVSIGVCPNLVSLDINVFPSSIAINIILDNCIALRKLKLEAKRVFI
DSNIQSDIQKHDLQLIHIIKSRANSALFKYISERCRRLRYMRLVDVAVVGPLSQDTGTIFIDMSYTCLALLKLNHVSFYG
SQDDICNNESAVNLIRFSTVNSPLLYDNTTKNRSIIIPNSSLPETSAETVWFHTYWDGEEVSYDWRNECKIGYMRVLSSE
EKDRAQEYFKSFQFQSNQSLDQVQVNRSKEGLVVRNDWEYDLPRGQATLLFAQVNKYVINAKAVRKDNVWSRIYAKKL* 
>Pbla_Phybl2_165984                                                             
MLVNSLPFEILSNIADFLQTPDILTGSVVCRAWKRPFEESLWRHITITSDHQLDIFCDKLYNQQLSGNKFDHHVRQLDLS
YHRPNYPESFNLIEQSFPLLDHLCISDNAWFTTDPPPYVNWSHWKTLTRLDWWIFDSAVLAPESYFALSFLPNLTSLKLS
YDCEDEGAFTLDGFEMLLQNTPRLKTLSVDSLIGNMPETDLARIKTLPPSTTLTALFIESYSWDLGWLCYWAHKCPNLQS
LEWNSSVTGTTPHHMDEASEVLKTMQNAFKNLKRFDMEALKDSHADHFFELLHQCDTSLKHLELRLKSDEQYVPLKMFEE
APFCFFESLETIFLDLAGETSDLFLLPYAFRTCCRLANLKIIAPDLIIELDVLLDHCQALKTLELNVCEVATSDDTPLYP
SAHALRVIELEKATLPSSLFYYISQRCPQLSRLHILDSDVVCSLSCTAGNMSIFMPYTHLDTLMVTSVEFHVITNSNNME
SVVLNYLHLVQIDSPSEQTTFSFRPIRPTSHHSTDLEIHPPQWYCQYAKDGTPDTVSFQALDIDQTRQFELYLKSKQCTE
DLVERRIKEQNCPGHPLDANDWMEDLLPENVALQIGGVRFSYRQSDCGRVFRTSTYATFQTYLRPSSRATVKVLSTHKYS
AYAQISHKCLDAHFLFFEDLSQPIIFRIKPPLHPPVKHPKLVKPPIIRASLAVDFISNFISNLKL*              
>Pbla_Phybl2_142999                                                             
MLATQLPFEILFHIASFLPPKEKRIGSVVCRTWSQPFEESLWNPIDIKGNWQLWALCEKMSGSAESNRGYRQLIQELTLS
AYSVSVAGICRLMEQRFPSIKSFCVEKDIWLCRYPPSVTDWRHWKSLKQLSFHIYGDKTTVPAFFSALSCLPALTQLKLT
YDSFKDREPFCMDDLETLLTSTPHLKTLLLTAKMRDISQEDIARLRDLKPSNQLMCVSFEIPSWDLRWLYYWAIKAPNLS
SLDWKLMKYPSDKKGHLDEATSLFGSLKNAFQKTECFKLNILDSPFSSHILDWLRHYDTPLKYLEYSTDGEADEPAIITD
GKSERVLFSFGCLESIILRFINSSIELPVLLTTLGQCTLLVDLNLIAPELAIDIDSLLDSCRFLKKLQLDIKYLSVNPKI
SPNTIMHGLRFVELQNTSISSSFFGYLSERCRILRRLCLIRVAIQGTRQKSSGGLPIDMPFTHLDTLLMRSVELYALKSP
SNFDRARMNLLSFIQLKDNDSTSNYRWQQTQLRDCCAPPPTRSPDWYHWYLSEETPSRPVFWKLNKSEARYTEGYFRSEW
RMFMSVTSLLGGVRFWTPNVSKAYWKEDLLRGYAAIQIGSVEHFIIE*                                
>Pbla_Phybl2_97664                                                              
IQEIWATFKSADVFQRSIILQGLLSTCSTSQLSYLSETIQPLLRVDFTKILPSEIIFQILGHLDAQSLCNAAQVNSRWKT
FANDDSLWHRMCVQHIDRKCTKCGWGLPLLRKQTRAANKRSREEEPSPSSKRIDRKAWKEVYSERLVVERHWRKNQKTHR
IIKGGHGKGITCLQFCESLNLVMTGSHDKTAVVWDLETGEKLRTLNGHVRSVSSLQFDTSKLVTGSMDHTLRVWNYRTGQ
CIRVLQGHTDGVVHINFDSRILASGSADATIKIWNFQTGECYTLSGHTQRVNHVQIQHNSTMLVSSSDDSTIRIWDLAKR
ECTRVLEGHRGSVQIAISNCDSASSSQIVISGSLDNTLKVWSVDSGECYRTLFGHFQGIKSLDYDKLHLVSGSQDGSIKI
WDIESGFPMHSIHKHSASVTAVSLSDTKVVSASDDGEIHIW                                       
>Pbla_Phybl2_143431                                                             
MLSCIASSRNRLQSALGLSRRIHPHIKQTKNTPTDLPGRLSSLPEEILLCVFEQLNSSQDIASFAQTCRLFYLVASQPRS
LALWLITRFGARFALYYSILEMPAYCDEHFIRCLLNNGAIIPRHLVQALVMTYGKPLVTSLSTPRPPKLPRGVGLLPFLD
CIFADSVQKIPFSGYATLMQLSFIAYQDIKLCTKADDLTLFLKLISCNSPISKGINNLVQNYAFIPAPIVQNQTTLSKHP
SFLDLLKLATSSPSIFHKIGFVFEFDPLARCQLWEACHLLIFDIAFKANLDDRHLSHLNSLAKVFHSKSGQLLINEIKDE
DLFRFTFVKFFTKYPSTYCTRQTMFNILTLFVRYVKPGFSIPAVFKAIAETPSTRTDIRTTLFDFLKSSP*         
>Pbla_Phybl2_186402                                                             
MIEKLPLEILLIIADLLEARDKKTCSLVCRLWKDIFQKNLWKVVKISRSSWVDSLERGVSKYTLKENHNRVHSIEINNYM
CRTNSAICKLINLFPGVKYFSYSASRGRIWSLSMTNLSGWKSLTHLSLKFGLRNIPTITEELFKSLSVLPALVNLTINQK
PPFSSNTFITWRHIDQLHSHLPRLKYLKCQMNLQKINPSEITELRNIKPAENLRTADYSAPRLDMQWIIYLALKYPKLVT
LYLTVEKRRDLSERAARTSKSTKGLEFSALYSQLFKSGVKLEKIETSLFTNPPGTKLPANQTACAQLFSATLKSLQVGRC
YKEHSNLKYSLTDLGTVEFSSLVYLNILCARMFLKIDNVLNVCPSLKKLEITSPSIDVNNQKTTSTFKHGLRHLRLVNTT
IKPLCFEYISDSCRQLKYLSLKDVEIRNPDSENNTCLYLNMPFTQLMTLSLSNVRLCNYPSFIFSSQYGRKFNDSAQNEQ
VCFTEVYLNYSRNVRSYSYIVSDHLLEEWNRIQKIAIITPNDVLGYTEALNKQNNGISIMNSNCAGPSNEIFKSGDCFKT
NVEFFCIVFQCKAIKQTIINDRSSYGCSTPIFRFNN*                                           
>Pbla_Phybl2_143680                                                             
MFEKLPLEILATIADILQTNDKKSCSTVCKRWKTIFQKSLWKVVKISKRSWIQSFEKRVKDDVLRENYHHVQSIEIYNII
SRTDNIFPLLVNIFPQVKTIFYSEAHCNIRSLTIANLSGWKLLTHMYIQLEYHAKLIIPEDLFKSLSVLPSLVHFTISQK
SPFNLRTAITWRQIEQLHFHLPRLQYLKCWTNLREINPIDIDDLQKITPANSLKAVDYGSSRFNIQWIYYIGLKYPRLER
LNLTIDKESTSYSDSQDGNEAKVWPDLPCFFPCLKSIYTTDNGESGFELSVLYSQISKGGAKLESIETSLFHNTDDAEFP
ANETACVQVFFATLKKLRIFKYRNVSNTFTPFWQAADLAEFSRLVYLRISSYSPLFEVDNVLDVCPSLVVLKASHMHITT
RIKHHAFTSKHGLQHLKIDNASTCQEFFEYISSRCRDLKHLSLTCAEIRSTNSEKTKRLTLSMPFTQLLTLSLCHVHLSD
YTSLNFSTGQSCRYNTLAENGESYFTEIYLYYTRGVETCFCTLSEKTISELNIVQKIKSVDAGYFLEYFGKPKEENKSCA
ILSSKCFEKVNSNDSSDLSKEGVKDDEYFKANIEHCCVVFQCRSIKQVIIDKSSFYSCMTPYI*                
>Pbla_Phybl2_143681                                                             



MIDKIPLEILDNISDYLETRDKIECSTVCKHWKDIFQKSLWKVIHIYEPHWMQKFKECIKEDILKEYSNSINSMELKDIK
DTHTTFQELIEFFPQVRNLSYLASEGYFYSLFMVDLRGWKLLTHMTIQLGNETILIIPENLFWGLKGLPSLVHLAIEPTD
QLNLHTAITWRDIEKLHLHLPRLKYLKIWMTLRGIESTDIDDLKKTTPVNNIETVDYGSLRFSISWMHYFALKYPKLKTL
RLTVDKDDSAYLKFHPNTEKIKAPSDLPCFFPCLKNIYTLNNRERGLEFSVLYNQIFKSNAKLENMETSLFTNSDDTNFP
INESACAMLFTATLKRLRIFKGRVFSEDTALLLHGRGVEFSKLVRLTIYSKSESFEINNILDTCPSLKVLEINSNFVCVE
DKKHLSVSKHGLRHLKLIEASIELECLESISNRCRDLKYLSLKYVVIRNTGPETPNFLPVNMQFTQLSTLLLFNTNMFKY
PNFIFSTGYSRKDSSLTSKETRFTEIYLYYSATEESDSDSFYKKLTSERNVEESLQEGSDNGVIARSNYNEDLEDSDSIY
SQKDMTRRDGVNLEQHIEYGCVLFQCKSIEKVIINDSCFYSSSTPIFNCEANNSTS*                       
>Pbla_Phybl2_64407                                                              
MASQLPLEILLQIADILVTEDRLSCALTCKKWRYPFQETIWKDVIINSNTDYVNICNTLEGSKVGSSSHGQSVRSLSMSQ
ICLIPNDGQDKLLKSLPNLKHLDLGRTRRKDINKRMTIHNDVWKSLESLKVQVTYSKTPDSTEQFIKLLENCSKLQSLEI
FKSGVFQPVMFTQEDFDSLHQKVQLLSSFKACISLDRNLDPRQESMASNIVPIVGLTNLELQMCEWSSLWAYYFGHKYPN
LRYLSWSTVNAQYWLIAPHTTQPISEILDLNTNIFQHLETLEFVTADASERGHADFWDFFLPLSVPIKHLKYKTNCGNNV
EMYFRTVIKRFLRSFSETLETITVEGSLFYTGGLTPRLNLPSYCPMLVDLEVKSCGVSIDLNNLFDNCVALERLKFYSGE
LLFHSSLLNREQRPNLEQRQKQREKQHGLRILELHEVAASADTFSDISFRCRRLEYMSLDTTFICGTVPKRDPCLLLDMT
YTSFKALHLAHVKFCSYYDNSLQQKMSLSYLCLSQSNNPQSSEVSYGFQPLAVFHIFPDGEYDMDYTIGLKKLSKRQFGT
TVEYFENRRFRRFGSELKPDRRSNRKICEEDRLLQENLSKGYVELRCNYVAKYTTPELAPSVKEFWKDLYNRVYKKEKVN
*                                                                               
>Pbla_Phybl2_77756                                                              
MLASEVPFEILTKIANLLQPSELRTCTVVCKSWHDSFNEVIWREVTIETDIQLEKLCDISTAEENPYQDNGHLVRILALD
QKLVMTVEKLNAIRSQFPHLQSLSIELSRNLFPRDIPAVFDVWPSLTQLHISPSRIAASDGVKEFLKFMTFFPNLRVLFC
TEFSPFRTRPFNLIDIETLHDILPQLEVLRIGSVFAPLSSEDVLSLEKVVPARKLVKLRVGFLNLDSRWLCYYVHKYPNL
RGFTLYNHGGMHRKSSYEEARAMFPKLSNCFPYLETLNLTGFSPTAWSHIALADLIFGFNNSIKHFSTYLRTNVEDPGIQ
QAVKSCMRVFPATIVSLRITSEFNFTDLEALPTALGACHHLKYLYMGAKDVSVQLDTILDNSPALKMLTLKQVNISLSPG
VPEAPALHGLRLLYIDADETDTGQIDTELFSYISVRCRQLRYMSLHGAQITCSNVLSTDNLCFSMPHTNLKYLQLENISY
QLPKMHSGQESRNMVIFIQKDAPLESGNSGADYLFIKSSLMPIAKSTWLQMYFDRKTQNSLVKLRVLTEGEAEIAERYSN
STELDNILCSSSSDESAVFLSPLEATTQNLLSRGFVSFIFGSVERYDFCMDSDSNKKKWYDHPDESFNQLPSQSCVLLFL
ICNVWIPSATAILAVSMSLRKLLFMTAPSVSGHVFFRGC*                                        
>Pbla_Phybl2_143872                                                             
MLRCDQTRSSDIRINIRISWIYSCSSFFSWPASLGSTLMSASKLPFEILSQVAEYLSFRDWWSCSLVCKAWHEPFNQCVW
SIVEINTKSQLEHASFDSLEPQNPYRKNSFFVKNIYIFWGLLLNDDQLNGIQKQFPNVKSLELQVPRYFSYVFNKNLFQY
TNWRPWMSVKNLNITVPVHDITYGDMETLHTYFPSLEYLKISATFGNFQLIDPHILQSIQPATSLINVHLEVFDIDIQWL
VYFAYKFTHVRTLTWSNHGECKMARVNYFVAKDVIQGLPYIFPRLENLYMLRSEYKNWAYYTLLLVASTSGSSLRCIRDR
LRNDSKEDRFRPALGNSLKSYPDSVVSLTVENSCFYQNTLIIPAELGLCSRLAHLCLILPTMWLKLDTVLDHCEMLKILI
VHVSKVSLRVQEYECMVGHDLRLIKIAAEEADVKVFRYLSHRCRNLKYVSLFGIKLVNVFGPISQDVLFDMRFSHLKYFE
LNKVTFYSNKDIMSSETAIHLIQSAFAGNSRTQLISGSSDRLDSPSRVPGFEGSHILHTWHQMYFDWSQTYPVYDVRILT
QSEASQAETLFSQPSMVQNSAKLAEKHERNLTADGSEDDWENVLLAGYVKLILGSAEQCNISTCTSDDFKKWKRIYEDEL
SLWV*                                                                           
>Pbla_Phybl2_144110                                                             
MKQLSDLSLELTLNIIYYLDHRSLVRLSATCKKLSTLIKNIVGVHGQIRIVDETPLDAPVSAVLNYRAGSVIGGILYMPL
GHKDSLCHTFNIKTGQWSYHTMHLLGNIPVESLISKTAKVGHSIYMFGGRETSSLTLSNGLLVMDTHTFNVRSIDNSTGE
LPRARHEHSIDVIQDRYLVIFGGLCYNSVGENDIFCYDTQMNHWMSPSITGHIPHMRFGHATAVLGHDLYIHGGAQLGED
GYIVYDDLFRLDCDTWKWYKYEHPEREKQLRSSRLSLPLEQLRNPIARHAPNTPEILLTSGEDPRDRFQAAMIVWHHKLI
VFGGHTVRLDDDDEEVLMHYPLDKLCVFNTRLNTWTPVDLQSISDEPIWISEMSIGTRSSRDGLDVWVVGGRLVGSHSQP
PVTRPTIHLDDTEYDEDQEHLTSISPNSELRTPNQTEQSNRVAGLFETEPDLASGGKEEQNSEPCVLLLHLAD*      
>Pbla_Phybl2_167547                                                             
MSISKIPPEILTSIAIHVPDESLPQCSLVCKQWREVFFKKLWEKVEAHDKKSTAAVFDISSENRYLIYGQYVKTIYIYGD
YHVSSKDVLFLQQLFPNISYVWLTLLCTEMTDTDTDWSTWKALKTFVMDFRHCIDSILIKLCPAILSQLPNVTDLVLFFE
DSYISKIGDFEAIHDYMPSLRVFTHNTDQARLTDEDMERIAKTAPANSLLSFTLRVKIQDLRWLYYFALKYPNVREMDLQ
FYGQKDYLKDSDLAVASSKISMLSHVFPSLEKIAFFTRQFNPLFRFAFRKIFHQKTVFIKEFKYEFFGVTPDDRIFETMK
EVMSICSETIEYIQFAKTGNYMEDFTPHDISKSFIYCPRLTTLSLQDCNASIQVDMIADYCPSLKELYLFSGRIYIGPET
VKSARPHGLRILMLYSVYTDPDTLKYISVRCESLSHMILDRLRVFGSISADTGNLLIDMSSARLTELRFSRLRFIAPGEI
GPPYRQNEIDLIKLVRLIAPYPRTVEGREQIEESSTDHVPICKTAAHWFASGLKYMQNTSSILILKQAEIDRLQEYFDNY
QENMLSGKMETIQISKESETPQTWDMDPSRGYVTFMCGYAEGFAINEVHEDGYFRTFSWNRVKNTVEKVFWR*       
>Pbla_Phybl2_144593                                                             
MKRGILSLYCKFTSRSATYTSTAVTSMSADANITVTNTSITNTIPKNTVTATDDILVSTFNNSRILKIPFEILLLIASNF
SEYDMEHFSMTCRNFRQLSLDQEVWKAMYETRFMTDKDTALKYTANSLWKQNYLKKATPRLSAVDDMEISHMNTGYWNTM
ETESSIYGHVAKLNVVSWFKIIGSMESVPLGAYKVQWRMRVTSVGQHDSVFKFRISLKEIYDYAPITDDTYTMPYAFYKD
PLIVDCGWLVITLPGRFVISNKQRFSKVYFSHDDISSSSKWGLEFDWVRLIPTSPTAKYNNSKLYVKRDDYNRMVFVKED
SILGNIYEFQD*                                                                    
>Pbla_Phybl2_186708                                                             
MFQFQSSVFLCCCGNIKSHFQPNPPFTTLFLIGQERNTSRSRSSSKSRKFQGQRFLAIFLAILKLNSIKRRKGNLPNSSV



KFIIELKYVRGLYGLLVDADNHTQRLVESLIDFEIFLSQEDIYCYRYMAFVQESLVLEEFKMRKRASLIGFIFKYLNFHM
LLGLPTELIHHVLGMLPRHSIAKLSLVSKASYYTCLPVLYSHLQLGLRIPIQQLDVGLTRNLYLKDIVERYTRTLTIICR
QGTGYSLTKDLKTLLSKLTSIHTLIFVDFDALPVENVRQLAAVLPLVESIQFRYCHLIVSSSHRMSTHLRPAMLLTARSL
QPQLQSSSEHIFQKTTCLTLFWTDFSEPAILELFCALPRLLCANLGANHNRTFTANDYAVSVLGRNCPDITSLSVSLQQV
REESLCNLIACFGRQLRDLSIRCDTPRTLDVIAAHASQIKHLSVRAVPSVPTQDTHFQQRRTPMDQLENESPEETPETIE
KRSQNNMVEILHRCQGLVQLEMIAWRTQEIPSIVWEAIKAVAQRRQGRDLKVQLEIDEPKAKRKTDLIKKRGSPRMRSLY
NVADIPPASDDGVSWLYPLNSRRYRHQDQGVPIKNLKRKQSLSRNITLRIEELQEIRKQLIPLRANVDTSLL*       
>Pbla_Phybl2_181171                                                             
MAASQLPFEILTIVATFTSTQDILSCTTVCKTWTAPFQNSLWHTINIHCKEKAKYFFHALSAHQDIYEKNGHRVRSLFLA
RNLGMIDAELCRMQAYFTNLRCLSIQYGNICTYSQRTVGNWGLWGSLKHLEIHFPGLTKKSRAKAMFKMLSVLPGLERLI
ITEDYGNPNHRLTWRDMETLHSFLPRLYYFHMDVPFGAIYPEDLDKIRCLSPEPNLITVHLFNNTLSLGWLYYAAIKYPE
VTNFGWKVNRKEESTLEYYENIECPYYDDPYDYSPGSPLYSDISEEDDMVFETQEEALTAFATLAQFFPRLETLAIDERQ
MKEWVHSVFWVTLRHFDVSPKHLRFSLGEPINAFEKSQETIDKCILACSTTIETLELEISDSHLFHTPTYFDSFSHLVHV
KLKMYSVNLELDILLDNWVSLKTLSLSMDVEKISITTKIPRYPPLHGLQTIEIELAVMHSNVFTYLSSRCRQLNTMVLRQ
VEIQDSVSSKTGCFYFNMPHTQLKTLRMHEVSFYYLGERDQNDDVDRFVNLVTIEQDKDIVQHDDSDKSTAASLSKDDPV
PHSHPLWVHICGKFKGSKAETVVWTLGKKEVESVLRYFEAFQSNSKSRGIDRKVTRSYRGLVTKDLWETDIPHGYVKLYC
KYVGEYYIDNFELSNATPYPS*                                                          
>Pbla_Phybl2_67670                                                              
MRYSTMMVDVFYDSSLPHMPVFRLPFEIITNISGQLNTKDKYQCALVCRAWRTPFTESLWRKVKIHSEIQLEAFCSSLST
ITPAQKSPARLVKQLALRPYIGASNAQLHLLQQHLTFIDRLWVDDESLIRTCSIKNMHWGLWKCLTKLDFHVPSTDFSTK
EVLEILSYLPNLTQLSLGERYLFTSSSFSIQDMETTHSYLPRLEKLSINTELRQISTQDMDWIKNVVPAKALTFLEFDST
YATSEWLYYCAHKYPNISLMKWSAGDQDIERPTFEDTVSKKISVLRNAFQRLEKVTIECDSEQVRLHQVFLKILLSQNAL
LKDFTYSMDTTYSKVYYTAEFIKKLMRCFGMSLETLTLDITANLNDQLVISRSFLPCPRLVELKLRLLSLELELDIILDL
CPVLKKLDVAVNVLSISPDSSEQLQPHDLRFLRISGAKASATLFNYVSWRCRDLQTLDLCGLRVSEQISALTGNFRIYMP
YSHFEVLKLENIHFYRSSSYRTCSERNRVRLVSFAQESPHQNSTGLEVNRNWLMNDPPKGKADWFYQCFAANKFSPLYTW
QKLVGEEIEYTKNYFRTFVHDPLCESHVVESPMCKGCAIWKHHSNRDKWKHDLPLGYVNLRCGSAKAFIFKSGSSLKK* 
>Pbla_Phybl2_186813                                                             
MLKIPPIARFFEKNFPKKNGGFDGDFVIISIKIGRLYSSYGPVNDKKNSKPWLERFFLGHSLFPKPNCQFIKANSVNNSL
MTSRLPFEVLSIIASHLSIKDKVSCITVCKLWSAPFQDSLWSTINLNKRHLRNICNINHTEQNAYKKNGNRVQTLNLHQS
TEVDDGQLYLLQQYFQRIKCLRIQHRSLSNHNFGKTANWNLWASLVSLEIHIPEQNQHTPKHELYQILACLPHLKHLTVP
DKICYRVVCYTWRDLDTIHNYLPHLESLNLAFLFTSIANEDITLIRSTTPADKLKRVRLSNLDINIGWIFYCALKYPNIH
TYESKTNFGSRSKLVVPCADTMSVIKASEHSFSSLRVATISQKLQLDPYFYAFWRTFAQMLESLQSLDYRVNLTCGEPPQ
PETIATKAIPLSSKTLQKLFIKIIPRGLIYSNFPLQLDYCPCLADLTLEVPKLVIKIDTILRNCVSLKKIKLKDGRILLS
QEASYISEKHGLQRIEIWDSDVDPSILSYVSFCCPQLREMVLCVVKITDSVSSETTTLLLDMSFTQFDVLKLNNVVFRLQ
DNETLDSNDTHLRSNSNIHLLVIERTQSIFDSGEIGSVVGTPPVSLLQNMIPKQIWFQHCLKKVARRLYSEVRMLKKREV
EFAKNYFQKLALKNKNIPDPEPPKNQCHNGFMDKNSWKDDLSRGYVLLRCKYVGKYEIETYSFDHDIDIL*         
>Pbla_Phybl2_67582                                                              
MIFRLPFEILTEISSFMTNRDKLQCTRVCKAWTRPFQDSLWNILDLDYTKLANICSTCDLQNNVYQKNGYLVESLAVREF
HKLNDQKLYTLQKTFGALRHLSFQQYSLGKQDFGKTADWNLWRSLTELDLFMPDVSLEIRREEMLKILGCLPRLTRLRIV
ETYMEEVGSYTWQMLESIHAILPRLRNLHTNIPMNRVQPGDIKYIKSITPASLITQLKLIDHNMDIGWLYYFSLKYPNID
SLYSQVKRCSGSYIERTTNPDEIRQVSSWSYNFSRLKTVTMEQRIKSSVDSDIFWKSLYQIVGSLDHFIYTVWFEDDISD
LPQGEVSRSIGFSSNTLRSAHIVIKSKDDHQIGAQLKFGICPRLVKLEVGARHGVIQLDLLLRNCSSLKTFVLRGGSVKL
NSESEVHAHKQQDYCLEEVSLWSSTVGTNVFEYISTHCKSLSNLSLSYVKVKRMPSDDSNDSDEKEVVLDMPHTGFNSLE
FKFTHFSLNTDLYSTVERMALVNSSRDTVYLIVLELLGSISNSADISSTNVNVRKPQETRFSQPANGRMWIYYQPLVIGE
EERRCLRQLGEDETEFVENHFGLSKSTEAEEMSEEIDNVHFGSEKNKLPDSGIGQPFRTNQCSPLSRSFIDLNVTAYINV
KTSRMESVPIGYTQGKLTHARSWLIRQEAPLPSTSLLQATL*                                      
>Pbla_Phybl2_167904                                                             
MLTNVLPFEILGIISTFISTDDILVCTTVCKAWNAPFKDTLWETVNIKTSERLKAICTVSHTEKNIYQANGNRVQTLSFR
KMIRMNDSQLHTIQTYFQRVKNVHMPLGSLTKEDFGLTADWSLWKSLINLEIFMPALTLDNQKEELLNILSFLPCLKRLD
LAQEYSYRVQPYTWETLESIHEYLSQLEHLRLHLFLHPIPTKDVLLIKDVIPATHMASAEFLGHNMDHEWLFYFAMKYPN
IQTLNAKAIYKNQLEEYTQNDETIDTVPEVSQQFSRIKKVTLRQEVIQGLHYDAFWRLFHELVRSVKSLEYNLQLKDAVS
GQQKDTVRDAICFRSETLEKLILRVKSRFSIPSILFTNLGICPRLVDLTMEVSNAAIEFDVLLDNCALLNKVRFRDQRIV
LSSDPSKPVVHHGLQSIELYMSSIDADVFKYTSSRCWHLSKLRLQTVRVPVSIAPETGVFCIDMSYTHFDVLNLEGVKFD
LLDDNDEYDEYDEDDDEYDLLQYEEYNVNLIAIERIHSKSKHASCTDSVVLFENVPPTTVDKRLWFHQYWEATINNEKKE
ARMLERQETRFAENYFKYFALNSGSTPCTYKSRFPGGLVKKPFWKEDLGRGYLLLRCGYVGNYIINESLFDHDIKLPWYA
IFSL*                                                                           
>Pbla_Phybl2_167905                                                             
MLASRLPFEILALIASFVPKFKRSECSTVCKAWKTPFQDSLWHSLRINRILLKLIIYLPNEENIYKKNGHRVRELQICGN
LKIRQRQIHELQQCFTQLKSLNTMDARLTQECFGTMAEWGQWSSLTDLKMFILCPFSDFFTQEMTKVFPCLPSLTRLEFI
ETRYTADNRYTWKTLEIIHTSLPRLKYLVTSLLFSPVLAKDISEIKQVVPADCMTDLTLSSTNMDIGWLIYYSLKYPKLE
KLILSLEGCRVDQPEDDFQNYDTTPLLKTLPDAFLHIKTIEICQTAVVSKRHDMFWQLFQQFIEHVKDMKYILHFTNLVS
EQPQGVLDECVQLSSASVENLDLFIKFPCKDEFNLSMKLGVCSRLVDLKMKLPETVVELDVLLNNCPALKNIQLDDVLVR



ISRDTSEIPKKHCLETIFIEFSKVNSLTFGYISRRCIRLRSMTLSYVNIYGSTPQYTGNLIMDMSWSQFEVLKLNGMTYR
DKKHSMKILAIERIHATPQAVHSDDGLTLLTSMLPPVNQRLWFHLFSEDQSDTMCRRVRILDKKQAMIARDYYTAFLSSI
WNTNKKAETVCDSDIRKKPCWRKDLSRGHVTLRCGYVGQYSIESVDVDHNVQFL*                         
>Pbla_Phybl2_168076                                                             
MMKRKSTANSTTTSNSSSIPNKRPATEITPRSTPNPEWTKTFTAGREAFKNKQYKEACDSFTRALDFDCNRLEVLDCRGV
TYTLLNDQDLAATDFMAMIKISPNRSRGYLRLGKQLVERNMLDQAVKVYERASAKVDQSDTHYETLMKALLKTRIVRDDK
KNARDFMKILPFEIVCQILSYLPFTQKVRCMRVCKTWHGFGLNWSGMWSDLDFGRRLVPSATLVKYFSYATGRHIRKLSI
KDKQSKIEKVFKLLIHYDAHYIESLSLSGSEIPGIHLLRMLRLVGKNLTHLRLDSCQMHIEDLFNNTLSNCRHLTHLSYF
GYDENVSGEMPIFDIPSSLSPLKHLQLACTKPGDNTGAHIHSILRMFSDLEVFILYGSEDNINRTLHTVQTTCPHLSVFQ
FKRRWDRRLLAWRAIDMNMATGKATGKKTGGMKEISLIGAHELRDSGIIPLIQIHTDTLETLEIAGCGNNTNQVFSMLIS
PGLPQLRKLNLNSCLALGESDLRDLIQKCVLLEDLELAMVSAVTDSVLECVAVHPVINKIDISSCVNVTGSGVRQIVDIK
GGDVLKKLRVVDCRGVSWDEIEYASTVVKPNVLEYRQIISK*                                      
>Pbla_Phybl2_186872                                                             
MSSRLPFEILATIATYISQSDRLACTTVCKHWKSSFQVSLWRTLDINENRIEAICNNSSSTGQPIYSINGNRVQTLRFRK
SVEATDDQLHTVQQTFKQLKRLEIEEHALSKHNFGLKADWSLWRSLTALDMYLPDLDDKIRKYEMFKILSCLPCLTRLDI
EAKLEDTRPNYTWEVLENIHAYLPRLEYLHTNLPLAAITSADIKTINHVTPAKNLSVIKLLDHNMDLGWLFYFSLKYPKV
RVFESSMVFSKINRIEDSPSEEVMSIIMAASFQFPHLKSVVISHEAVVGSQHTVFWKLLHQLTSSLRSLDYSLDLASFGN
GLFSGFPRESVRFSSTTLERLSLIINAKPHVMSILPLNFGSCSRLVDLTTEVSKGIIEIDVLLDSCTSLKSIHMRDELIT
LSPKAYATSTPHGLQKMEIINSKVDSHVFNFISLRCRQLREMALCSVRVPGSISQETGNMCIDMSYTHFEVLKLHDVTFY
WLSGELEAVNDRDDGDDQNQEESSSGSSNGNSGDSNSNTIIDISGGDRSILRPYEIYTINLIAIERLNSVLRPRHLGAPK
PLIHDGQDHGVSIDKRAWFHHYWGNTNKDRPRQVWMLGKPQVKHVQDYFESFQTSSANDYLSNENRYPVGLVVKRFWKRD
LPRGYATLRCGYIGRYDIDGTHFDHDVDVL*                                                 
>Pbla_Phybl2_71811                                                              
MLMLASELPFEILTLIATHLSQKDKLCCMSVCRAWNVPFRDALWDTVDINRKERLEAICNLSTVQQNIYQTQGNRVQALR
LKRRIETTDHQLCILQRFFQQIKRLNIELNALTVKDFGRMSDWSLWRSLTDLKMYIPRLDDGRRKKDLVDILSCLPRLVR
LDISEHSRFSAHRYTWDTLESIHAHLPRLKYLQLSLPFDPIPANDIKHIKSITPATNISTVRLLGHNVNLGWLYYFAVKY
PNVHTLESRLLQREASWTRDIPDNETLRLLSSFQRPFPHLKAVTITQEATPGLQLDLFLEILQRFFGHLKSINYNLHTTG
GSSLDNDHPQSISDNPILLSSSALEKLVLQVGPISTTPQLRSPLRLGVNSRLVELDLNFFDTSIHLDSVLNDCVSLKRMK
LRSGVITLTDHLADRPSSSSSSSSSALLFAHGLESVELCRAKVDPKVFNYLSFRCRFLNEMILNDVSIPALISKETGSFC
LDMSYTHFKNLKLHGVEFYAVDGSNWNEEHPDIDQNIYILTIDRTHSSPIYPHQLDIDRHEPSDNYSSNYDNNNQYQNHL
PVQKRLWFHHCWGNTKDDLKKEVWVLGYAEAQFAEKYFELFSPEKKYIRRTAEEAAFHSQLVEKRFWKDDLLRGHITLRC
GYVGKYSIDSTPFDHDGYITKSGVYLFLSLCLYILSIFRDIIYYQYIQP*                              
>Pbla_Phybl2_64644                                                              
MSTLPFEILLEIAGVLTTQDKLNCTTVCKAWTSPFQESMWDSITISDKQTLNTICRVSTTNPSCYQKFGSLVTSLTLGTR
LNINDKQLHTIQSLFNNIKHLKIPTVSQSLDISETNADWSLWSSLVDLEIYKQRMESDDDMEEMLYALSLLPHLRKLHIT
EDYGSGNIPYRWQALEVIHTYLPQLEYLQMDVAFESIYPEDIEEIDTISPANNLTTANFFYESIDIPWLYYFASKYPNLH
TFRCNIAANPDTTYADYGTDRLLLSKLSNIFPRLETISIKECENNEYPHGVLCKLLYEHGLKLKNIEYTAESKSNSQYVS
QQTPEDVVYKFIDANVSTLETLTLKCYDYSSQWMPLVDLTFWTNLVELNLYSSWGSIWLDRILDRCPALKTLRLSSENIV
VSQRTSDTISLHGLESVKFEHASLSSESLNYISLRCRQLKNLSLRSIKVRGSILQETGNLTIDISNVSLKTLDFTDVTFY
QSSGANCTYDTAINFIVLDKPSITPELEGSLDAGVEISGIYHPVPNSKPIWIHQFQSYPKHGYARTYLDTYLRTLTNEQA
TYAKRYFDSFQNNIAKYRKPESGMSYHERGAMGDSWTRDLHRGYVSVRCSSIERYLLKGFKWDIDYI*            
>Pbla_Phybl2_145193                                                             
MILPFEILLQIAQLVPLKDLSACISVCQAWKDPFKQVLWRTISVNTQRFRYLQRYPENHHLIQALYIRLGPDAKPGTLTY
IQNQLGSLKRMTLSIATDISSFDMGIRWTTLRWLTFRMPEMSACHPTRTLVRLVKGLPCLERLECSSSVMLTIRSFSISD
LEKIHAYAPKLKHLAVTLSLDILSTKALEILENIESSNLEILDISILSGDLRWFVYFARKYSHLHTLRLVTSHFSSIQTT
FLSETITMMTSLPTVFPLLRNVCVIGNDEAAEGMRCSLWRLCRNFKIPVKRLMNVIGSDHDNPRLSEETLEECLAVCGPT
IERLVIPSTTLANNPSHFPIILSQCTSLVDLRLVDLHSNPCYGSISLHSLLDNCPLLKRLVVQVPPLMEFDKNRNQNQHG
LQDLVIACIKTTTELLHHISLRCRNLRYLHLKDLILTGPLINGCMECDMSQINLSVLRINGASFYEDCDRLKQRRINLCY
ITCPEPIWYHRYLVVKNGYSSGAIRNLADTEADQVLSYHTSPYSHPDKLRDRNSSLDFVSQRDWHQDIPIGYVKFHFGSV
SRINMTSPMHGDSLEDPEISIVGTMEADIFTRSMSIC*                                          
>Pbla_Phybl2_64677                                                              
MLASELPFEILSQIASFLSKPDQCNASSVCRAWKRPFNEEFWRWTDIGYEPGFDRSCCLLLDILGNGSNYGQMVRSLSLA
EDIEIHCDILWQLQTYLTGLTYISLPEASLTTSCFHHLNRWLTWSTTLTRLRFCIHGMGVGVSDFLDLLEYLPRLQWLEY
TPERATHSLFRLEDVETIHTHLKNLDTLILGTELSCLSPQNLELLSTVQPAVAMTFVKFSVNPVDLRWLYYWAIKYPRLR
TLEWITRHDFDPVYMFRDETLLLFSQQDSPFEYLRNLRLLGGIYSRILDKTLIDLLCNFKIALKNIKYETQVGRNDAQPT
LQLIEDIMRSSSNTIEDFSLSLQHPIANPRTVPMTFSVCPHLVNLKICGWTTHLGLDLLLDYCVAVKRLDITVDTLSIDS
ESSLAFFQSVHSMTYFRLIANSVHASVFNYLSKRCKNLQHMELLNVDIVGPQSVENGSMLIDMSFTHFKTLRLNCTNFHG
HTIDLDTPNTLINILNVQGVSETRHNWYHIHSNPSNYKYTIGDRHRHLRFTRNLGQKHCKLASTYFNSRYRLMREEAIQR
NGRIEFETKYVDKNNWKIDLLRGFTVLSCASIDQFVWECTVPTFPFRC*                               
>Pbla_Phybl2_168239                                                             
MLRLPTEVLLSILHLVKQDNHLDLSSIASTCRHFQALVADISVWAGAIKIDDNPYSPYSYTTLVKALDSADLIRTSQIAM
ALSDKHGPQFLNLLLSKQAHQTPLKSVLLYAPAAQHSQILQIFANKPTAWQECGLRDPENPFYVLDRPEKINWLKGLPYL



HSLDLPACPAHWLLGSSFPNVHTLTAALLPWKAHLNEDPRERQQAFWTEFRASFPKLSNLTLYIADPKAFSLFVAMFSNA
RSFPWLESVTVVGLEDPKQYIEHQTLIDSLMRLEGLARINAGWDLVALHKLMVDATEMSCLSILTGQVLITFSATLWFLS
NGFIILILIIIIILILIVIIINFEVCHDYNCATLNHQGTKSPMDQWTNGPMDQCTDHQTRKQLSSKCTSIS*        
>Pbla_Phybl2_168242                                                             
MLISDLPFEIILHLANFLPTKDRLTCTSVCRSWKVPLQESLWRTVDICNKTKLDAICDITSDQHDIFKINGHRVHTLRLA
DWLSVNDRQFYTIQNRFQYLNRLYVRIKVLGDIGFDDTTDWKLSRHLSQLEIYIEGLTPVAKVNTLFKILSFSPSIIRLE
YIKYYYPRGITYTLEDFEKLHTLLPQLQYLSLDAEFDIPFEDLTKISTIMPVNDLTVVKLRMTNLSLQSLYYFLHKYHKL
RTLELDILSNSNRSHFDRNEILPMFSSLNSVFPYLEKIIIKGPTTSGFAFITLWKLIRQFDTPLKHLVYDISSRVFTSDR
PAGAIIECIRYCSTTLETISIFGDVRFSYPHMLPLALGLCHRLVALNFGVNSNSIALDDLLDHCTSLKRLRLSARRLYTK
SKSPNGAPIHKLQILETTHAMIEVSLFSYLSCRCKYLKYLRMADAKVFGQVSRRTGSLCIDMFNSRFELLQLNSVCFYGT
NNFTCDEEALINLIALTGSDSQQAHSTNRRDTLMPINGSLWYHTHFHWGDKSESEEVQMLENKEAERIHRHFRNFRYKNE
KISYQMELQRYSHGIASQQSWKNDFSRGYVAFCCGYVVKAWLSCIQYTQYWHLLCMFHGMQQAQQATQ*           
>Pbla_Phybl2_168297                                                             
MYISVLKLSPIQISFDKQSSMFNELPNEVISAIGSFLSQEDQTTCLKICKAWTPVFQLLLWRKLFIDSDFIKFMYNASSP
DNIYKNNGHKVHLLKIEATGMIEQEHFKLLQQLFPWINHFATSVVRPEIQFTVNMVDWSLWKSLVHVEICLDTSMIIFGP
KATFEYMSSITCLVNLNMVSYEHVTSGIYITWQDIEVLHQSFPRLENLKFDYNIMNIPPSDIGTVKNTTPATTVKKVRCK
NINVRLDFKWIIYYGLKYPNLETLSFKMVNPILNSQHHIQVDFKNIITLYPNFSHDLKSLETFYGANGTRQPLAMFNFLN
KSKAPIKKLSIHAQYFLEHPRLIKANISLMNLFSLTLNNLEVSLFDSGHSPEIFALRIIHHPFLVSLEIYLPKFGFEMDH
ILDQCPLLQSFKVHGSDIRLSPNTPPTLPTHGLRDLLIRCKQLDVKTMSYISFRCRLLRCLSLNAHSLNKSQLTGNSYLF
DMSLTQLNLLVVNSIELMAGPCHLFAIEQAENITQSDGINTSVGILPQASCTQKTRTKCYRPNKLQHLHTPEDFNIFELN
RLEIKYLQGFYPDFGPTYFDQKGVSDVEKEQWHTISDSLRKSIGGGYIVFRFKSVKNCFFQGYII*              
>Pbla_Phybl2_145348                                                             
MASKLQFNILAIIARHLSQDDICACSRVCKSWAVPFQESLWKVFHINDQKTLKMICDPSFSSQNSICLQKFGHSVYELHV
GRHFYILKEQLRDLQQRFGNLRCLYVDSINLRAANLEIMPGRVSWRSVEYLEVSLQWTEAHNDLEELSRLLAFLPCLGIF
RLTESSSSQSKSFSWKDIDMVHSHLSQLKEIYIDVILCPIPSEDIETIRDIVPSSSIRKVTIVGKDICSRWLHYFSSKYE
NLKTFTWNIKLSKITRPGYSPNEKTPVLSLPLSPFRKLVTVDVESNEHESISHHASFWKKLNKFGALPRRIDYKLRWEPD
TTEKAEGLITECLKIFSSTVENFIFESYNKYNNKSLGAFNIPMTFSVCPQLVNLDLHMPDSSIALDMLLDCCKALKTLKL
CHRRVFIDPETSIVPKEHGLLTMCLWDTSTRPNLFTYLSFRCKQLETMRLNNVSIHGTVSIETGKLNIDMIHTSFKTLEF
NSVKYYCPTPYKHNHRLSQSAKEKPINLILIEQHRVELSIIYDIEKKSAVFDTLLSMPVAEPVWIHYYLKSVPFVPNGGM
RILGKNEVKYIREYIDEFKENQEIFFSQPTFEDNNYGLEPETRWKRDFTQGCAVWRCQSVSKHIIKAYKDVYVYNSPK* 
>Pbla_Phybl2_145537                                                             
MGFSELPFEILLKIANNLWRRELLACSLTCKGWRHPFLMVLWKDIGIHFPKEMKAFINSTKASKNISNSPSHLIHTLNIY
LNFYELKSLDMDISVIFKYMDNLKCLYLGDIDYKSIYTETTKSEKVWTSLESLKIRYPRAPETQSAKNVLEFICACNKLQ
KLYIFEEGQSYNTEFNVDDFDNMHQNLQNLSSVNFQIYLNPDFSTTMNKISSTKPAFGVTSLYICSREYRKYINGSTYVC
HNNWNPLWLCYFGHKYPNLRSITLNVADAQDNPINSDQKQAAISLFRSNPNAFRHLEVFKFATDTYFESSDFVLWDLLCA
LRLPLKHLKLDATRSGKVDPSYPMDVNRILQYVSEKIEKLSLTGFIYNRDHENTTLELSYYCPFLTKLCIRGKNVSLNLD
NVLEKCAALKKLKFAGEKLFVNTNMISEEPKQQHGLQKLMLYDCTIKAELFHYISFRCRSLDDMTLRNLFIVESICEETG
RLLVDMSYTFLKSLQIGKIKYGKPYQQIDQDGLGMTLLSQISKPRLFYERSETQENEIDSTCHIIESYDLEWLYTYVYIL
VNYIPVTDTTEISHEDVPFVLEYFKNFQFNKVYSPLNDHDLYYEEEPENCWKYELYKGYGEFRFGKVEYSPLILAATEDE
F*                                                                              
>Pbla_Phybl2_65737                                                              
MLTSELPVEITLLFTRYLNPKDKIQCCLVCKNWLRAFQETVFETIIIESIVDFNHLTAQTNTGSNVLQIHGHDTRTLEIG
KNVFLNSQELYALQQHLPNLQNFKWDNSQFREFLQPPDTYGWNLWAESLVDLDVSLESHTRSEQTKIFDLIRSNLCRLKR
LKLSSSGHMAILTFDDCELLNDQLPELTYMSLRARFKEMSYDKLSKVKEVKPRPCFKTLKMDIRNSTHEWMYYIAAKYPN
ISTIQSFYFQRSKNVDPPTSQALSLLAELPRPLQQLETIFMSVEATCTYIYRSFVSQLYAFNIPVKKIELGVNSGWTLKN
PPREHRLVTTELWANTLEKVSIAYYTGCSHFFCFCDDSVYYPRLVYLNISVCGASVLLNIVLTNCPSLMTLKVAGNTLEN
KSNPSTPSIKHGLRDLSLMNEEVSANTLNYISTNCNDLKKMLLDCVTIIGSQRISNYENCIDMSSTHFSKLYIRHVQYTP
YSKGHAIEVFVFIPSPEKEEEIRSPIRFCTENACVRFSAGVGANGIRLGLGTQKMREKYFSTFSDDPRSQYRNDQCLKVL
KRMSLDRREDTIYHLYVTFKYGSVQDFVFDD*                                                
>Pbla_Phybl2_168491                                                             
MLLSELPPEILTQIAELLTATDRRSCGLVCKGWKYPFQRVLWRDTRIGSPEYISEIIEHVKYPQYLFIPCLFVHSLRLYK
YYYASEISDVKFSEIFRYMPNLKRLEISIMPSIMPNTKITRTEKIWTSLESLKIQYGSKCEQKSENLLNLVNACNMLQEL
EIIRKGRPFGVIFSMDDFDSMHQNLQSLSSISIEMYLNSEFSAKLDTIPNTTPAFAKELIPVDEFGNDYKTIWDPLWLYY
FGYKYPNLRSLKLYATDIRRNATNWDERQAIISRFQFNPKAFRCLETFSFTTDSYFSFSDFVLWELFYALRVPLKHLVLD
ATKSEEVDDSHPIDVNRILQSFSKTLKSLSVTGFIYNARDQDPTFRLSSYYPLLTSLCISGSNVFLNLDNLLDKFATLKQ
LKFRGEKLVITPITTTEKSKQKQQKHRLEILTLERCAADVKVFNYISFRCRSLRHMTLNTLHATGSISEKTGCLLLDMPH
TFLKTLNIGQVRYSTSYEELGTKDDICLTLLSQLNNAPLSDEKNETEQNKMDSVYPISAIHNIDWLYTYDSNEGQGIDSL
ETKKLSKEETNIALEYYKNFQSNKINQISEEDNSYNGEDPKAGWEYELYKGYGELRLGKIEVGSFICAPDGYIFKK*   
>Pbla_Phybl2_145552                                                             
MRYSDLPFEILEHVSDYLSTNDKRSCSLTCKGWRHPFQKALWRYIRLNSHHTIQQLIDIIKKNQNVSTSYRLWVYSLQIY
VSYPGTETSDIEFSKLLQCLPNLRCLDLRPISYKSIYTDTTSSEKIWTSLETLKIQSEGYSDIQQRLDIFEFINTCSMLR
ELEIQAMLRDQQFEFSMNDFDNMHLNLKKLSSITVYTCLKLNFSTILDTIPNMVPAFAMTSLNISWCPYADSVTWGKNER



MISLFRSNPNAFQHLETFDLTYDRHSILSSFILLEVLRELRVPLRHLILDPTQLRYISESPSINVNTVLEFFSETLQSFK
VKRFKYISANQDPTFKLSSYYRLLTDLYISSNYVTLDLGDLLDKCVALKQLEFCAGTLVIDPNTTNEESKKEQQQHGLQI
LTLRKCTVNSEILNYLSSRCRSLKHITLDTLLIKGSICKRTGCLLLDMPHTSLKTLNIGQLRYSPPYEETNVYDHSRLTL
LSKLNDASLSDEKIEREKNQIDSEHPILTSHPIDWVHTYDESAHYKYKRVKTTKLSKSGADIAFKYFQEFGSKTVLQNSK
HQCLYDEEIGYMDRECELHKGYGQFRFGKIECVHVI*                                           
>Pbla_Phybl2_65754                                                              
MLASELPVEITLSIAEFLELEDKIQCCLVCKDWLPAFQESLFKQVFVKNRCGVRTLVDTNSSANRLLQRYGHRTGTLDIR
NNNLDERQLYSLQQHLPYIRCFNWAYTSVCQLQSINFCGWTLWAECLTSLKITSRSDDLIEIRHTLNLICSNLHQLKRLY
FHTSNTDSFTYTFDDLELLNDQLPELTYISLSAHLDDMSPDELLQIKNVKSRPCFKTLEIDIEKYTCEWMYYIAAKYPNI
STIKTIYFQRPTGVDPPTSQALTLLAELPRPLQQLESISMSVKATCTYMYRDFVNKLRVFDIPVKNIELCVSFGWALNNS
PTDCAPLTADPWANTLEKISITYFRGCSNLFNFCNGVDYYPRLVDLDIDVFGVSVLLNIVFASCPSLKTIKFTGGTLLHK
SNSSTTLISHELRDISLLNASVFTKTLTYISMLCNNLKNMLLDRVNIIESERGINEKSCIDMSSTHFTKFHIRSVLYDIC
DEHCKVEIFLFPSSVEKIEKTICRPQIPTEDVWACFWAEPGPDCRLVYLCSQKIGEEAEKIDRYFRTFSYKPHQQYSKDQ
CQELVKQLSLNSWEDVLYCGYVTFKYGSVKNLVLGA*                                           
>Pbla_Phybl2_168542                                                             
MTLNLPAEILSKIAYYLSLDEKIICSGVCRQWKGVFQLASWDRITINDRNICSFTKWDNTDFPQYKENGEHVKNIIMTNT
GAFEEDGWKLIQFTFPYIRRIYFSYINLCNVLIDEPDFCLHWVFLKTVVLNMGFYYFSGRNKFFEILSGLPCLRRIKLVA
NQKDSSSLRMGTFESMQKHLPLLEYISLNARLSRANQTALLTAKDIILGNSVTEFKLTCPNININWLCYFTRKYLNVRKL
KLKTYLVTPAHTTQDTTTPLSAVIPQKFAHLENAYISVRHNENNEQDLLWKSISPSSIPVRRLAYRQGAHDSPCDKPSTD
SLQLWVDNCSKTIEYLDISSFWKLDGISHIPFNFQYCPHLVYLNLSARVSIKLDCLLDNCKALKKIKLKLSKIICDQNTS
GSSLSHDVSTISLYFLDIGTEMLNYISCRCRKLRNLGFHTVNITGNLSEETGSLLIDLSYSHLKSLSFKNTLICLYSNPN
EKYILHRTAICCPLYSHSNNQKLCDNISDKAAIATDDKEQFKENQKSMWTDRYITESGPESVRNMSRVIESENATITRPY
HFNVQEGRNAKTSSEFKSAAGHIDDQTKKTDVCSLDDAEIICLRQVFKEDQKEDLCHGYVEFRLGSLRKFQYSITNVSNN
LQV*                                                                            
>Pbla_Phybl2_65796                                                              
MSSTLPLEVLSIIADSLNTEEKLACSCVCKHWTKIFQIAAWSSIEIDSFVIQSIKEQSSGEKSIYQKNGKYVKKINLDEY
VEVQTSEWQVLQREFPNIRYISVPHNVLEKFSFKGLSNWDAWTALQTAVFYLDQEGPTVSENFISDLSILPSLKRLEIIP
IDNDGMELRIDVFEAIQERAPLLEYLKIKGNFVPFNFSDMAAMAFAPPADNVKEITLDCTHMDPHWLFYFGIKYPNVRKI
LVSTESSLIPRGLFCDITSLSAYKDHAFSHLEVMAVNSSEDIGDSPFCFWNMLARCNIPLKRLAYKLDSPKAASSRNSAK
AVQLAIDIFSKTIKEMHISCFLGWEDTSFKPIRFGTCSNLVLLHIAGQFEIELDMLLDNCEALRNISFVDSKITEHLAGT
SPEKLHNLTEISFNSVDLYDKTLSYISSRCRKLQTLCIYNSNITGMISPETGAFLIDMHHTHLKYLHWCGNDICSMNSYP
NVVASIHTTAIQQRAHLPVLDEESDNNTKGEDKPSVYNDDEEEEEEEDIDITWIHDYIIVNGLRDTAHHRRVLDEDEIRI
AKDYFRNFQARREAETPSGSDGVKEYFDSMLALFDKESSCHPDMMWNRRVIREDWKKDLYRGYAKLLLGSLDEYEVEESM
VCDHRKYDYPTFLECEYTNE*                                                           
>Pbla_Phybl2_65841                                                              
MRFSELPFEILTQIADHLAATDYLSCALVCKGWRYSFQKALWRDIQIYTYHGMQKLIDSINSSKDVPTVHGSWIHSLRTN
TCDNNPDITEMQFSELFRHLPNLKSLDLRDRSYKDIYTPITRSYEIWKSLEVLKTQSKGTKEIQSAKNLLELINTCSMLQ
ELEILKEGSGYRTEFCIDDFDSIHQNLQNLSSISAGIYLSSEFSTALDAIPNTTPAFTMTSLDINSKIYKRLRRMGADNR
SNWNPLWLYYFGYKYPNLRSLKLHVTDTRHKTIYSDQRKALVSLFQSNPNAFQHVESFELTNDKYFELFDFVLWELFYVL
KVPLKHLSLNARSRGFPDNSCPMSLDRILQSFSETLKSLSLSGFILESVGRAKGLELSSYYPLLTNLYINSRVGHLDLDD
LLDKLVALKELKLCCATLLNNPKTTADKSKHQHQQHHELEFLTLDNCSVPAEVFTPLSFRCRSLKHMTLHDMWVTGSICE
KTGCLLLDMPHTFLKTLNVCYVQFGERYTSISEDEVINMMLLSQLNDAPLTDKNTDREQKEMNSKHPTVASHNIDWLFTF
SSSEEYEEYITVTTKLSKERANIVFEYYQNFQSRKTDPILKDNIPYNRRNPETAWEYELYKGYGELRVGNIESSPVICVE
KYVEY*                                                                          
>Pbla_Phybl2_145645                                                             
MELSELPFEILLQIADSLSTRDRLSCALTCMGWRYLFQSALWTSIRTNDFCNIKILIDIIKGSKNTFVSYGLWVYSLRIG
HYYVESRASETQFSELVKCLPNLKHLDLDERSHIYFDTDTARSNKKLNSLKSLKIGYTTNKYIQPTKNVLKTINVCSMLQ
RLEIHRFRRGFRMDFSVDDFDNMHQKLQNLSSFGAEIYFNPDFPATLDKIPSTAPAFAITSVDINSKLYDSVIGQETTND
NNWNPLWLYYFGYKYPNLRSLKLHATDMRENIKYSNKRQTMISIFQSNPNAFRHLEAFSLTTDCFFEFTDLILWELFCAS
KVSLKHLAIDIAYGSYNYYSYPIDLNRIFQTFSETLESFSFTGWLKQQERNLCQHGLQSLTLQRCSVPAEIFNYLSFKCK
SLDHMTLNTISTLEIGHLQYNISNQTINTTTCSVLTLLSQLYDAPSLNEKNKKQKTGMDSKYPIVARHNLKWFYKYWPLE
CYVDYNMGALKLSKEGTDTALEYYQKFHLNKASKVLKDNRFYYGHVPLVKRKCELNRGYAELRFGKIETPPVICPTKYYF
SRE*                                                                            
>Pbla_Phybl2_145649                                                             
MELSELPFEILLQIADSLSTRDRLSCALTCMGWRYLFQSALWTSIRTNDFCNIKILIDIIKGSKNTFVSYGLWVYSLRIG
HYYVESRASETQFSELFKCLPNLKHLDLDERSHIYFDTDTARSNKKLNSLKSLKIGYTTNKYIQPTKNVLKTINVCSMLQ
RLEIHRFRRGFRMDFSVDDFDNMHQKLQNLSSFGAEIYFNPDFPATLDKIPSTAPAFAITSVDINSKLYDSVIGQETTND
NNWNPLWLYYFGYKYPNLRSLKLHATDMRENIKYSNKRQTMISIFQSNPNAFRHLEAFSLTTDCFFEFTDLILWELFCAS
KVSLKHLAIDIAYGSYNYYSYPIDLNRIFQTFSETLESFSFTGWLKQQERNLCQHGLQSLTLQRCSVPAEIFNYLSFKCK
SLDHMTLNTISTLEIGHLQYNISNQTINTTTCSVLTLLSQLYDAPSLNEKNKKQKTGMDSKYPIVARHNLKWFYKYWPLE
CYVDYNMGALKLSKEGTDTALEYYQKFHLNKASKVLKDNRFYYGHVPLVKRKCELNRGYAELRFGKIETPPVICPTKYYF
SRE*                                                                            



>Pbla_Phybl2_168599                                                             
MGISKLPYEILAQIGDNLSTTDRHSCTLTCKRWRYPFQNALWRNMWIFTYEGMQRLTNNIKNSQNIPATYPFLVHSLHIR
LRRYWPEISDEKFSTLFRCFPNLKRLDIEDIVYTDIYTEITRSDNIWKSLKSLRIQYRQTGETDQAQILLELIATCSLLH
ELEILKKGPSCRIEFDVYDLDRIHQNLQSLSSIKAKIYLSPDLSAALDTIPDTTPAFAVTYLDINSKKFENKSDYLNGNW
NEWNPLWLYYFGYKYPNLRSLKLNSTGISGNLIDADERQRIISLLHSNPNAFQHLETFDFTNDKYFELSDFVLWELFYAL
KVPLKHLTLDATQDGKVDDSYPIDVNTILQSFSETLKSLSVTGFTYNYNDQDTAIELSYYYPLLTDICISGSNVSLNLDN
ILDKCVALIQLKFGGGKLFINPNTTTKESEQKQQHHGLMVLTLLKFSAAAEVFKNISFRCRSLRHMTLNGLCATGSICEE
TGRLLFDMSHTFLKTLNISQVQYCTSYEEMNASNAGGLTLLSQLNDSQLSDTKNGREKENMDSECPVVAIHNIDWIYTYW
NYGYNYAHILDTRKLSKEEADIALEYYQNFQASKISETLEDFDFYDKKIKYMDDKLELDKGYSELRFGNIETVLISTSNK
IITTLSWSGCLNFLGYSNICSCTREQGCLRLVVIHFYFP*                                        
>Pbla_Phybl2_168600                                                             
MIQIIMGFSTIPAEILLKIADIVLPEDRRSCSLTCKGWRYMFQEILWKNIYIHDCDSLQNLIDMVKVSQSTSIFRGPWVY
SLHINYYCSAPEILAIQFSELFRYLPNLKCLHLNGEIYKYIYTDTTRSDNVWNSLEILIVKYSAYTERQSTKELPEFINT
CNMLQQLQIIKYGDGFCLEFGVEDFNNMHQNLQSLSFIDAEMYLSSDFLTTLNTIPYTTPALSVTSLDINSKKYENHDGE
FSRNWNEWNPLWLYYFGYKYPNLRYLKLEATDMCSDAISSDERQTMISLFRSNPNAFQHLETFDLTTDRYFESSDLILWE
LLCALRVPLKHLSLDATNNYAVDDSNPVDFSRIIQSFSETLETLSLTGFLYREVDQNSVMEIPSYCPFLTNLCISGSDVL
LYIDSILDRCVALKQLEICGGRLLIKSRTTTEETDQHQHSLRSLTLEKCSIAPEVLTCISFRCRNLKRMDLRSLWIGESV
CEKTGCLLIDMSHTFLKTLKIGQVQFHGSDRIHSYGDWASLVLVSELYDNPLSNERDTIKRTEIDSNYPRTECNNITWLY
TYNDMEYTDCFQFADIYIQFRACLLLFVLLQKKDIVLQKPN*                                      
>Pbla_Phybl2_145664                                                             
MLVTELPLEITILIASYLKLKDRFQCCLVCKNWAWAFQKSLFEKIVLNNKVYADKLISPASQAIHRLRLYRHTTRKLVIG
GNVLLDNQTLYVLQKIFPNLHSFFWNNSRHRLSSQKTDFYGWNLWSKTLTSLEVTLAAHNEDIYTKMLDTIRSKLCRLKR
LYFSHKSSKKFEFTFDDFELLNDQLPELTHMTLKVEFKEMSFNELSKVKEVKPRPCLKTLQIHITKSTYEWMYYIAVKYP
NVSTIGRLYFGRTLSPNLPTYKTPTRLAELPRPLQQLERIHMVVYSHAVYIYHVFVKQLRGLNIQVKNIWIDVNCSLNFD
NTSGIYVQLAAQPWANTLEEISILYNTHYSGHLRSFYFFHYDDYYPRLVHLDIEAFGAIIIINHVLENRPSLKTIKVTCN
LLSYEPDLSTPSIKHGLRHLALLSTDVYTNTLTYISTYCNDLKNMTLDRVKILESQNIINSPHCIDMSSTHFKRLRIKHI
EFIKQNKGNISVFLFPSSEEMKEKTRYRRKIPTENVWACFQGLDSYRKGLSFEVQKKGEEAEKIEEYFRAFSYMPRRSDT
LYEPLELVHRLLLGSWASFLPDGYVIFKYSSVEDLVIGP*                                        
>Pbla_Phybl2_168616                                                             
MPSIKNINFFLIQLTIKEELASHSRLNFWSVYTNSSTFKRSVFFKSANTSVLIFHLFLLLDLVSFTRMQFLLILIRDTWW
MMSTYYETNECPEVKKTLILGGSKLVLMVSNFVKSVTWLRTLSFILFLIFVNIGLCKPGYKNALLRKEYFPIIFFPLFSL
SFTYSFIFDNSLREKDRAIASIMLASELPVEIMLCIAESLELRDKARCCLVCKGWLPGFQKSLFEIIVLNKIGINKLLDP
TSPASNLLLEHGHNTRTLRIRKDSLLHNRKLYAFQKHFPNLECFRWELSRLIEPFVPNDIYGWNMWTESLTKLELHLSYH
VNNDQDKIFNLVRLNLCRLKQLKLCVSGSDMHPFTFDDFELLNDQLPELMCMSITARFEEMNYDELSKVKEVKPRPCFKS
LQIHIGKSTYEWIYYIAIKYPNISTVGLLYFGQALSLNLLAYQTLTRLAELPRPLQQLERIDMTVHVLAVHIYQIFLNQL
HGLNIPIKHVWLAVASRHCLDNASKDYARLTAKPWANTLKELSITYYSSYSGSFHFFNHDDYYPCLVDLNITVYGAVIFI
NVVLANRPSLKTIKVTCGLVSYGLGSSTPSIKHGLRDLSLLKTKISTKTLTYISIYCDNLKNMTLDRVKILESQNIINSP
HCIDMSSTHFKKLRIKHIEFIKQTKSNISVFLFPSSEEKREKIKYRRQNPTENVWACFHDWESYDKGLIFDVQKKGEEAE
KIEEYFRAFSYMSRRLDTMHQSLELVDRLSLGIWASFLPDGYVTLKYGSVEDLVIGP*                      
>Pbla_Phybl2_78207                                                              
MGFSGLPFEILLKIADNLKKNELLACSLTCKGWRHPFLIVLWKDIHVFNPKGMKAFINSIKASKNVSSSHSLLAHTLRIL
LDSRAIRNFDMDISEIFKYMQNLKWLDLGDVDYKSIYTEITKSEKVWTSLERLTMRCPIASEIQPAKNVLEFIYACNMLQ
RLQVFYQAQSYNTEFSVDDFDNMHQNLQNLSSFDLNIYLSPDFSTTMNKIRSTKPAFGMTSLYISSREYRKYVDESTYVC
QNNWNPLWLCYFGYKYPNLRSITLDVADAGDIPITSDQKQAAISLFRSNPNAFRHLEEFKLATDTYFESSDFVLWDLLCA
LRLPLKHLKLNATRFGKVDPSYPMDVNRILQYVSETIETLSLRGFIYNRNYQNTTLELSYYCPLLTKLCIRGKNVSLNLD
NILEKCVALKKLKFAGERLFVNTITTNEEPKQQHGLQKLMLYDCTIKAEVFHYISSRCRRLKRMTLRNLHIEGSICEETG
RLLLDMPYTFLEALYIGKIKYGDEYRQSDLGSFGMTLLSQISKPLLSNGNNKNQEKEIDSKYPIVTSHDIKWLYTYVYAW
VNDVPVTDTMEPSHKDVDIVLDYFKNFQINKANSPLNDHNLYYEEEPESCWKYELYKGYGEFRFGKVKGFTFILEVTEDE
L*                                                                              
>Pbla_Phybl2_65877                                                              
MGVSDLPFEILTQVAYNLPARDKRSCACTCKRWKYPFQMALWRNIKARDYSDIQKIINSIKASQSIYPLHSLWVHSLHMH
HSYGESNLQDINLSDLFRNLPNLKRLELEVGNCKDIYTEIPRSDEIWKSLESLKIKYSAIISREPPQNVLEFINACTMLQ
KLEIHKHGEGYRMEFNVDDFNSMHQNLRILSSIKAKLCLRANFPATLDTIPNTTPAFGMISLDIDSRISEKTFGYIDSFR
SNWNPLWLYYFGYKYPNLRSLKLNATDAWEKSMDLDKRQRIISLFQSNTNAFKHLETLVFTTNEHFQFSDFILWELLWAL
KVPLKHLTVDTTYNGEIDGPYPMTIGRILQFVSETLKSLSIIGPIYSDNDKKPTLELSHYFPFLTNLCISGSNVSLNLDD
VLGRCVTLKQLKICGGRLFINPSMTTEESKQQQQQQQHHHPQQQYGLQTLKLYDCTISAKVFNHLSFRCRSLKHMNLNTL
CILGSVCEKTGCLLLDMSHTFLKTLYIGQIRYSRSYEEMKANDYINMTLLSQLNDAPLSDEESERKKNEMDLEYSTVDFG
SMNWLHTYEFDSDTGAKDYVTVRLSAEEVDSVLEYFKNFQSSRISSTFDDSSSCDGQETQIYWNHDLHKGYGELRLGNIE
AVQVICAQKDNSFRKYAV*                                                             
>Pbla_Phybl2_187044                                                             
MGFSELPFEILLKIADNLRKNELLACSLTCKGWRHPFLIVLWKDIHVFNPKRMKAFIKSTKASKNVSSSPSHFIHTLNIY
LNFYELKSLDMDISVIFKYMDNLKCLYLGDIDYKSIYIESTKSEKVWKSLESLTIRCCGAKEIQPANNILEFICACNMLQ



KLQVYEQGSGYHIEFSMDDFDKMHQSLQNLSSFDLQIYLCPDFSTTLNTIPSTTPAFGVTSLYISSREDRKYINSETDLC
QNNWNPLWLCYFGYKYPNLRSIALDVADARDNPINSDQKQAAISLFRSNPNAFRHLEVFKFATDTYFESSDFILWDLLCA
LRLPLKHLKLDATRSGKVDPSYPMDVNRILQYVSETIEKLSLTGFIYNGDHQNTTLGLSYYCPVLTELCIKGENVSLDLD
KILEKCVALKKLKFAGERLFVDTNTISEDPKQQHGLQELMLYDCAVKAEVFHYISFKYRSLKKMLLKKVFIEGSICYATG
CLLLDMPYTFLEYLYISEIQFGESYEDMDLELDIALTRVSQISEPQMFNERNKKEETEIDSIQPIVESYDLEWFYTHVYN
LADGTSPAYSVEISKENVKIIHEYFKNFPLNSRNLSLYEDEMHLEEEPENWWKFELYKGYGEFRFGKIKHTFVWGGSEDE
F*                                                                              
>Pbla_Phybl2_181482                                                             
MGFSELPFEILLKIADNLWNNELLACALTCKGWRHPFLMVLWKKIRIFNLKEMKAFIKSIKASKNVSSSPSHLIHTLELR
INSCDLKSFDMDISEIFKYTQNLKHLYLGDIDYKSIYTESTKSEKVWKFLESLTMRCCGAKEIQPANNILEFICACNMLQ
KLQVYEQGSGYHIEFSMDDFDKMHQSLQNLSSFDLQIYLCPDFSTTLNTIPNTTPAFGVTSLYIGSRENRKYVNSETSIC
QNNWNPLWLCYFEYKYPNLRSLTLDVAGSRDNPINSDQRQTIISLFRSNPNAFRHLEEFGLVTDTYFESSDFVLWDLLCT
LKLPLKHLKLNATRSGKVDPSHPMDTNKILQYVSETIETLSLTGFIYNRDHQNMTLELSYYCPFLTKLCIRGKNVSLNLD
NILEKCVALKKLKFAGERLFVNTITTNEEPKKQHGLQKLMLYDCAIKAELFHYISFRCRSLKDMTLRNMFIEGSICEETG
RLLLDMQYTFLTTLYIGKIKYGESYEEMDSAYDIALTLVSQITKPQMFNERNKKEETEIDSNQPIVESYDLEWFYTHEYN
WRDGTSTTDSMEISKENIKIIHEYFKNFPLNSRNLSSYEDELDLEEEPENWWKFELYRGYGEFRFGKVEHISILGASDDE
F*                                                                              
>Pbla_Phybl2_78211                                                              
MKVSKLPFEILEQIAYNLSSKESLSCALTCKGWRYPFQKALWKNIQVYTYQGVQKFIQSIKASQGVSTSYHLAVDSLHIR
PLCYKPDISDIDFSVLFKYLQNVKSLDLGNISYDYIYTNIKRSDKIWKSLESLKIQYGAVSETGPVKNFVEFINTCSMLQ
ELEILQQGPGFLIEFSVDDFDNMHQNLQNLSSIKAGIYLAFDLSAKLSAIPNTAPAFTVTSLDINSKQYKSQTRNWNNWN
PLWLYYFGYKYPNLRSLKLEATDTWDNVRYLDQRQSIISLFQSNPKAFQHLEVFDFTTDRYFASSDLVLWELLCALRVPL
KHLALDARQSGVFDMSYAMNVDKILQSFSETLESLSLTGFIYTDNEQNISLELSYHCPFLTNLCISGSMVILNLDNLLNK
YESLKQLKFCGGQLVTTSNTTTEDSKQQQKQHGLQILTLGVCSIAAEIFNYLSFRCRGMKHMTLNILWVQGFMCGENGCI
LLDMAHTFLKTLHIGQVRYGASNREYFAEHDIGLTLLSQLNSASLSDKTNEREEKIDPKYPIVARHSIDWLYTYGTFGNI
GEYGQKTIKLSKKEADTALEYYQNFQSNTISSTLKEGSSYDEDTPEIGWKYELYKGHAEFIFGNVESIPVVCTPSDGVWR
YPFQKALWRNIRIYTYRRLQKIVDNIKASQNISTSYPLLVRSLRTYHISYKPDIPEMQFSDLFKCLSNLKYLDLGDKSHN
DIYTDITRSYKIWKSLESLKVQYSANTEIPPEKSLLEFINECSMLQKLEIRKQRSGSRMESSVDDFDNLHQNLRNLSSLK
AGIYLSPDFSATLDTIPNTAPAFANKNEFGSLNRNNWNSLWLYYFGYKYPNLRSLKLDATDIDSDLIDSGQRQKIISLFQ
FNPNAFQHLKTFSITTNKYFESSDLILWELLCAFRVPLKHLTLDATDDGRIDDTHTMNVNRILKFFSETLESLSVTGFSY
GENSHDSTIEFFSYCPFLTNLCISGCDMLLNIDNLLDKCVSLKQLEFCGGEMFVNSEMVAEDSNQQPSQQHGLETLTLDD
CFVSAEVFNYLFCSCRSLKHMTLNTMMIDGSICEKTGCLLLDMSHTFLKTLEISQVQYNLLNQVENDGTPCSLTLLSQLD
DTSLSNGRKASEKTEKDSNYPIAAYHNIMWLYTFEVRLYTDKYGLNTTNLSKSEIDIALEYYKDFQSNKINLNLYIDISH
DGEDLRIGWKYELNKGYGKWIFGKIESTPVICEQKDLEFQETSCIIPLF*                              
>Pbla_Phybl2_65909                                                              
MAELPYEILSQIAVNLSTTDKCSCALTCKAWRYPFQEALWRNIQIDTCQRAKELIEMIKTSQNVSTLHCLWVHSLRTPNF
SYPLEVPEIHFFGLFKHLPNLKRLDLGSNDYRNVYTEITRSDAVWKSLESLKIHLRATKDKQSAKDLFEFINTCSMLQKL
EIHRVEQGFHTEFSVVDFDKMHQNLQKLSSIDAEIYLNIDFSSILDTIPNTTPAFAVTTLDIYSIAYECHSIYYNRDWNK
WNPLWLYYFGYKYPNLRSLKLNATQVRTDNMNSGQKLAMISLFQSNPNAFRHLETFNFTIDEYFVFGDFVLWELFYALKV
PLKHLELDGTHCDEVDRSYPIDIDRILRSFSETLESLSLTGFIYSDNDENSILELSSYYPVLTNICINSDGSSLNLGNLL
DRCVALKQLKFGAGYLSIDPETTTEESAQQKQEQHYQHGLQILILHECAVTTELLNYFSFRCRSLEYMTLDNVFIEGSIC
EKTGCMLLDMTHTSLKTLNIGLLQYGTSDEVTGPNHTIDLTLVSQLSDEKNETEKKEMDSKWPIIGINHIGWFHTYSIWN
YCGRAYIYTMKLTEKGSNTPLEYYQNLRSNRISQTVKDASLCNENISKMERYCRLDYGYAELRFKKIKTALVKYEKEYFD
CGNNVDLLINDLLDNCPAPKRVGFSGRTLRIKPSPTTEDLKLQQHGLQILSLYRCTTFAKVLNYISLRCERLRDMTLDNL
CVLGFRCKNPGDLLIGMPYTFLNTLGIGIVEYSTSSKQTGRDYAVSLILLPQLNDPRLSDEKNERKKTEIDLRSPLLAIH
HIYWLYTYEYEPVVWRAGQETIVLSEEKVDVILKYDQSFQSNTASLTFKDDSSYSGYERENNWTHGLYNGYGELRFGNIK
AVPVIFLPEDIE*                                                                   
>Pbla_Phybl2_145707                                                             
MKASELPFEILTQIAHKVRAKDRRSCALTCKGWRYPFQKALWKNIYIHDCDSLENLIDMVKVSQSTSIFRGPWVYSLHVN
YYCSAPEILAIQFSELFRYLPNLKRLHLNGEIYKYIYTDTTRSDNVWNSLEILIVNYSAYTERQSTKELPEFINTCNMLQ
QLQIIKYGDGFRLEFGVEDFNNMHQNLQSLSFIDAEMYLSSDFLTTLNTIPYTTPALSVTSLDINSKKYENHDGEFSRNW
NEWNPLWLYYFGYKYPNLRYLKLEATDMCSDAISSDERQTMISLFRSNPNAFQHLETFDLTTDRYFESSDLILWELLCAL
RVPLKHLSLDATNNYAVDDSNPVDFSRIIQSFSETLETLSLTGFLYREVDQNSVMEIPSYCPFLTNLCISGSDVSLYIDD
ILDRCVALKQLEICGGRLLIKSRTTTEETDQHQHSLRSLTLEKCSIAPEVLTCISFRCRNLKRMDLRSLWIGESVCEKTG
CLLIDMSHTFLKTLKIGQVQFHGSDRVHSYDDWASLVLVSELHDNPLSNERDTIKRTEIDSNYPRTECNNITWLYTYNDM
EYTGEETLSTTEISKDEANIAIEYYKNFQSNQIDAISIDDSSYNGDDLTDAWKYELYKGYAELRFGKIQYRPYICESDFV
ER*                                                                             
>Pbla_Phybl2_181489                                                             
MGVPELPFEILINIADNLWKTDIMSCALIYNCSQLPKLIDSIKNSQNISTSHHLMVQSLCLSMHCHWSKIPNIQYSDLFR
YLPNLKRLDLEGIKYDDIQADITVSDKIWKSLEILNMTYGGSDEIQPERDLMVEDFDDIHQNLQNLSSITAEIYIYSEFP
DALDTVPNTIPAYSVTSLDINSKIYDDGHEEGEEKDYESENININHWNSWWLYYFGYKYPNLRSLKLNVTDMLDDALYPE
ERKIVLSLFHSNQNAFRHLETFDLKTTRYFDFSDLILWELLCKLRVPLKHLSLDTTYRGKIDYSYPMDVGRILESFSGTL



KSLSLTGFTYNQKNEYTIQEMSSCCPFLTNLYISDSSFCLNLDDLLDKCSALEQMEFSGAKLFLSQSRIAEESEQQQQQQ
HGLRILTLNKCSVAAGVFNYVSLRCRSLEQMTLYTLRIIGSICEKTGCLLFDMSHIFLKTLNIGQSLVEASHNTCWFYTY
WDFGYNGLSRTDTAILTKKGVDIALEYYQNFQSSKARSTLSHDTFYNVNYPGSGWKYRLYKGYVEWRFELPYEVLTQIGD
NLSTTDRLSCALTCKGWRYPFQDALWRNMPIYTYRRLKKIIETIIASQDVSTPCSLFVKSLRTCTSSYRSEFPDIEFSEL
FKYLPNLKRLDLGNRNYREIYTEITRSDKVWKTLESLKVKYSADTEMLPEKTIFEFINACSMLQKLEIHERGLGFYMELS
VDDFDNMHLNLQNLSSIKAEIYLSCDFLYTLDTIPNTTPAFAVTALDINSKQYENHDGEFSRNWNEWNPLWLYYFGYKYP
NLRSLRLEATSICGDEIDLDQRQTIISLFQSNPNAFQHLKTFSFTCDSYFRIADFVLWELFCALKVPLKSLTLDATYNNE
VDDSNPMDINRILESFSETLKSLSLTGFTYNEKDRYSILELSSYYPLLTNLCISSEELSLNLGNLFDRCVALKQLKFCGG
DLVLNQKTTIEESAQQKQEQYYQHGLQILILHKCSLAAEVFNYLSFRCQSLKHMTLDTVLVKGSLCEKTGCLLLDMSHTF
LKTLKIGQLQYSVSNQEMYADYICLTLLSQLNDTPLSKGKSGKDKARIGSKYPTVEHHDIMWLFTYSYRTAFQKSALETK
ELLEDEVDIALEYYQDFQLNKIISTLMDKNSRVREQQLKYRTYELHKGYGKWNFGNIESGPFICGPDDI*          
>Pbla_Phybl2_181547                                                             
MPITQLPPEVLSSIAEFLSKKDLLQGSLVCKKWRRLFYEKLWQDISIFDEKASNAVYNISPENKYLIYGQHVRNIYISNE
YPVSSKNILVLQQLFPNTRKLSITLSYPEMIYTDTDTNCSVWRSMDNLSINFGDYINSTLIKPCSGILSQFAYVTTLDLS
FSDAYTSGIGDFEGIHYYLPRLKHFSTKVKLARITEEDMNHINERVPAYDLTNISLSMYMEDLQWLYYFAVKYTNVRTLS
LCPIFESGPLRDYNLGLTRSKLSMLPHVFSNLNKLVIRDVGYTSMLSLPLYECLYNGITLIKEWKYDYYIQTDEDQRLER
TTAEIMRICSKTIESIIFEYTDPIDSPAPHDISKSFTDCPRLVLINIFNCGSCLQFDIIADCCPSLKELRLFGGGVYIGS
EAMKSFKPHGLRVLNLNASSIDPDTLKYISVRCESLSHVWLRRLSVFGTISADTGTLLVDMSSAKLTELRIGCLFYRTPA
EIGSWDPTTEIDFMKLIRAVRPHHQMIESNERIDQSFPRNVVKYETETTWYNLFNRTDMPSSVNLDILKKPVVDYIEEYF
ENYRDNMISGKIQGIRISGKTAGICVPGEEELPQEYDLDLSRGYVKFMCGYVEHCYIHTMPKRCWADFYWDPIKNKVCSR
*                                                                               
>Pbla_Phybl2_168811                                                             
MLASNLPFEILSKIARLLVADDKLSCILTCKAWKIPFQESLWENIKINFMDKLETICTSVKDTTNNYLPSNHITKGLRVD
GKTILADWKQTSAFKTFPNLKHVDMGSLSFYNVNIKRIKYGPQWDTLNSLYFKVPPIDRKISTTAILEVLKKASNLKEIC
IYSDHHYVEIEFNLNQYNAFHIALPRLVNIRVQLMLKDIHPDAVPSIPKTLSALDVTKLYLKLSGWSHLWLYYFCYKYLN
LQTLSFVSICRLGGIVIKKTTKEKYHFSVQLREYFHAWKQCVSTVWNGQNGRMYCSGNSFAHRTYHTTVFPCTVFERLLQ
SFVTTLERLSINGQVRFDIFLYSSLLVSIKIKYCGVHIALDNLLDNYPSLQKFGFSHGKLYISNPKSSGCPSQHGLKLLK
LDLVVTSVSALEYASFRCKSLQSINMKSSRICGSISAEARSICIVISHLKLKTSIFDHVRFFSSEEDMSDDTSINLILLS
HSTNPHMSTKAKENENENVNVNQKSSVEPLACKANVSEAEKSYYDKRDEEDWEEDLCRGYVELRCNYKTECDVPLWTCRE
YSFDQKTSYGPDKLKSYQAFSDIQSTKSLVNDDYGFNKYVNTELFVHSLYKDNLYN*                       
>Pbla_Phybl2_77497                                                              
MGVTELPFEILTRISDHLSKDDKLSCALTCKTWRYPFQKAMWKNIRFYSHADVKTLINIVKSPQNLYTSYGSWVHSLRIS
CYYKATDISDIKFSGLFKFLPNIKSLNLGNISYEDIGTGIARSDKIWKFLENLKINYKGTSEKKPAKPLFELINACSMLR
KLEIYDGGWLYRAEFSVNDFDRMHQHLKNLSSINAGIYLSSDFSAMLDAIPNTTPALSVTSLDLDSKQYEDECDEFNESR
NDWNPLWLYYFGYKYPNLRSLNIQALDIRGDKINSDQRQTMISLFRSNPNAFRHLEKFSITTDRYFESSDLVLWELLCSV
KVPLKKLSIHATSNGKVDRSSPMNVDRILQAFSETLESLSLSGFIYSSDGQNSIIKLSSYYPVLTNLSINGGNVSLNLDD
LLDMCVALKTLQYCGGNLLIGSSTVTRKSKHRQHGLITLSLEKCYTASRIFSHISFRCRSLKRITFDTLNITGSISDKTG
CLLIEMPHTFLKILQIARIQYATSYQEMDGEDAINLTLLTQLNEAPLPDKKTGRKKNKVNSKKKVAESHNREWLYTYDVR
EFWTVLGRDTAQVYDEEEIEFIDEYYRDFRASASSTTSKDYMFYNEERDEQGWIHELDRGYGKFVFGNIKGVEII*    
>Pbla_Phybl2_63787                                                              
MYSSNVLCPLAFYLSELPFEILTQIADKLSTTDRLTCALTCKGWRYPFQKALWRDVLINSYYGMRPFIRSIKAYQNSSIS
YPLLVRSLRIHLYCHIPEIPDINCSDLYRYLPNLKHLDLGTISYKWLYTDITEADKIWKSLESLKIQYQGTSEEQPEKRF
LRLINACSMLQELRIYEHGWGYRIELGVEDFDNLHQNLRHLSAIKAGICLEINFSVPLDRIPNTIPAFTVTSIDINSKQY
ENKTQTGNRNWNEWNPLWLYYFGYKYPNLRSLKLEVTDISGDPMTSDQRQTIISRLQSNPNAFQHLETFDLTTNRFFESS
DFVLWEFLCPLRAPLKHLALNATQNDGVDYSHPIDVNRIFQSFSQTLESLSLTGFTYSYSAQITTLELSDDYPLLTNLCI
SGSNVSLNLDDLLDKYVALEQLKFCGGKLFINPNTITEELKHQHQQHHGLQTLTLEKSSAAAELFDHISFRCKSLKHMTL
DNFCVTGFISEKTGCLLLDMKHTFLKTLHIGQVKYGTSYEEINEDDISLTLLSQLNDASSSEERIEKEKNEMDAKYSIVE
FHHIDWLYSYEYYTYPGIYGQETKKLSKEETNIALEYYKNFQSNKIGQNPKDGSSCGRENPEVGWKYELYKGYGELRFGR
IETAPVLCTSND*                                                                   
>Pbla_Phybl2_168885                                                             
MVSRLPFEILIHISNSLSTEDQLSCALTCKTWRYPFQKALWKNIQICTYQSMQKIIDSIKASQNVLTAYPFLVHSLHIRQ
DCYMTEMTDINLYDLFRHLPNIKRLDLGDIDYRDMNTEIEKSKETWKSLEVLKIRYKGTEDKKRARHFFKLINTCSMLKE
IEILHDECIFRIKFGVNEFDKLHQNLQSLSSFKVNIYLTPNLSVPMDTIPDTIPAFPVTSVEINSKEYRHVDRNGTSSHN
TWDPWWLYYFCHKYPNLRYLKLHVAETHHTLMYLCDKKKLVSLVKSTPNAFRHLEAFELTTNGYFEHSDFILWELLYPLR
APLKHLALDGTEYEFIDDRCPMDVKKIYDPFLKHSRVLYSRGLSMILWKTVRA*                          
>Pbla_Phybl2_168886                                                             
MLKKRFIFYEVFNYISSRCRSLKHMTLDKLSILGSISKKTGFLLVDMPYTFLKTLEIGQVPYSTLEYSFFMDTNIDEKDE
RKRNENDSEYPISASHIIDWISVYKYIKRNRDKYLTTTKLSNKGATITLEYYQDFQSNKTDQILEDFGLYDEADQSICDK
CNLSEGCGELRFGKVETVHVVRDSSLGKDINSERAKSLIKTPKLKSKIYKLQLSSNQFDDRNNCSELDSTFHFARSRLCS
KSQMSKFLTLNTISELPFEILAQIADKLSTTDRLTCALTCKGWRYLFQKALLRDMQIYSYYKIQETINEIRTYRNESTSL
PLLVYSLKIQHYYNMTEISSIAFSDLFVYLPNLKALELCVEPYIDIEVEIPLPKKIWKSLESLKIQYRGIYDTRPAIHLC
RFINTYHMVQRLELLDEGNFGCIEFSVNDFENMHQNIRNLSSIKASIYLSPYTWSRLDNFSDTMPAFAVTSLDINFKNKS



IKFSSSSQNKWNPLWLSYFGYKYPNLRSLKLTTTNTWGNSTNSDERQTIISLFQSNPNAFRHLKTFSFTVNNHFALSDLV
ILELLCVLRAPLRHVALNTTRNQEADCSYPLNVNRILRSFSKTLESLLLTGFTYSNHTKNPVLKLSLYCPLLTNLCIIGR
NISLNLKDLLNKCVALKQLKFGGGKLFTNLNMTTKEPEQQQKEHGLQILSLEKCSANASTFKHISFRCKNLQHMTLNIVS
VTELIWETTGYFLLDMSHTFLRTLKIGRIRYEISNRYIKKKDYICLTLLSQLNGHRLADKKKIDTEYPKYPYHNIDWLYT
YKYCVRDDIYLLITKILPKNGANIALESYQNSRSKKAGPALKGANLYEGNDPKVYWECELFKGFGELRFGNIESVSYISQ
TYYRKYF*                                                                        
>Pbla_Phybl2_168910                                                             
MVIFMRSLELPFEILTQIADDLSTKDRLYCALTCKTWRYPFQSSLWKKIRFYSPDDVQTLINIVKASQNVQTPHGSCVHS
LRIGCHYNATEISDINFSGLFRYLPNMKSLHLENISYDDIDTDITRSDKIWKSLENLKIHYKGTRQKKSAKPLFELINAC
VILQKLEISAGCNGYRMKFSVDDFESMHQHLQDLSAIKVDIYLSPDFSAILDNIPDITLAFSVTSVEINSKEYKYVDEYG
SASRNNWNPLWLYYFSLKYPNLRSLKLNITDTCSTPINSDERQALITLFHSNPNAFQHLETFDLKTDRYFEHSDFILWEL
FCALKTPLKHLKLDTTKYGQVDPSYPMNVNRILQSFSGTLESLSVKGFIYNYTNENTILELSSYNPLLTDLCISGSNMSL
NLNDILDNFVSLKQLKIDGGTFLSNPYTTNGESNQREQQEQKQKQHELQILTLKNCAVTAEIFNILSFRCRKLKHITLDT
VVINGYICKKTGCLLLDMSHIFLKTLRIGQVQYSTSHEESDINNNICLTLLSQSNGLQISDEKNEREKKKINSEYPTVTS
HAIDWIYAYEYFGKYGESYIQTTKLSDKGANIALEYYQNFQSNKTSQTLEDYSSYDNEDPDMDRKCELYKGYTELRFGKI
EAVHVIRILYRDLY*                                                                 
>Pbla_Phybl2_181764                                                             
MTISKIPPEILTSIAMFLSKRELRQSSLVCKQWRQPFYEELWRTVRLYNEAAINAMLCLHSQNKYMTYGQYVRNLFISGE
TPVSRGNILVLQQLFPNTRHLDIALSYPETTDISINWSVWKSLTELAVDFQYYIDSSVMTSCSVILSHLSYLTTLGLVFG
DTYTSRIGDFEAIHYYLPYLKSFSIKLKSVRVIEKDIKLINEAVPANNVWKLSITMDMQDLQWLYYFAVKYPNVREMTLY
VIGERDYLKDCNLAVAKSRISSLPHVFPSLDKLTLDNSAHATLFPLAFYQCFYDKTLSIKEFIYQFYIMPNEERIVERTT
REFMRVSSKTIESMTLSENDYMECSNPRDLTTLFTDCPRLVCLHFDNCGSCLKFDTIADCCPSLKELKLYRGGVYIGPEA
IKSFKPHGLRILNLKEASIDPDTLKYISVRCVSLSHASFHRLVVFGTISADTGNLLIDMSNARLTELLIDGLFYRAPEAV
GLWYPITKIDLMKLVRLTKPYPQTGERYEQTDQYSANHVSIYETETTWYNVFTCAYWSAPSDVYMLKQPEVDFIKEYFEN
YRDNMLPDKMQDICISKKNQYGIQYDVYPGRGYVTFMCGYAENSYINMEYRRSLDGFKWNSTKNMVEYLGKSFS*     
>Pbla_Phybl2_78161                                                              
MLTSILPLELIFHIASYLSPKDKLRCILVARSWRNIFQDSLWETMEISHQKILDSVCHLPLSNQNVYKRHGQLVRKLCIQ
EDVVTTAQNISTLQDCFWNIRSLYVQRDCLSETCFGDNVNWSPWKSLTELDLELDYLTVQTPEKKILNILSHLPRLVRLN
LAQFWQGRTIAFSVQDLETLHAHLPDLAQLSLKVDFAQFSTKDLLQSTSLKPAKRVKELTIHSRITDHRWFYYFTRKYSG
LTTLKWMTRGVKKIQDDHHSEAASMLSVLPCAFAHLKTVDISACGDPRRSYLIFRDLFCALKVPIKQLTYNVSSSLDEHE
LIERIVQLSTNSYSDTLERLTIGNSMLRQRPFSVVTALNRSPRLVHFDFSSPNSLVELDVVLDRCPSLKTLCISQGSLST
KPSPPITPVSLQHGLRLIDLNGVKVKSSALSYLSSRCRSLNYMHLKNTSIYGQISEKTRNLCIDMSFSRFELLRIHAIKV
YSNSDLTSTDPSIELITLARSAPTPPPRKKARSSSTSSFPLSLYRKGTHVQNWLHSDCEIELAIGGACSMQMLDKQDIDH
ACVSLIDRPYNKEDQGKMVNNSLRRINTSGTSGRSNPTWPKSLCLGYSTLKCGIIEVYEIDSIKSHTDCFWKNLKN*   
>Pbla_Phybl2_65687                                                              
MAIYIQLHSKIYGLLYCKLPFEVLSNIAEFLSLKDKIACTYVCKLWKDPFQVASWSYLKIYNSSSIYAITKPKTNEMTTY
QINGKYAKGLYLYRTIRINSDCLQRIQQELPNIRNLTIGFVCLRKCNYGILSNWRNWKFLDTLIVEMDDFLANPPSGFFD
IFSFLPSLKKLELVEVTPKVLELKVEDFDALQVHAPLLENIHLYGVLTTLIHKDIKNIAKTVPANNVTEFELNCLNNDQR
WIYFFARKYPNLRKFILGTEEISSLPVVSCEKAVSLFASDLYAFSCLEELSVRMSGSSDDSHISFWKMFSSCNIPVKRLT
YSPRFYQGTSDNISGRAIEASVKFFSNTIEELYISYFGAYKNIKDVTSALSCCTRLVKLNISTFRISIKLDKLLNGCKAL
KNIMLGEVDIDISSSAFNTRIPHDVSTISFVRSTITADTFNYLSPRCMKLQIMCVSESVISGSISEESGKLAIDLSSTNL
KYFHLNGSEIKASNNLSDEPISINIINIHRPISRHSLGLESDINKEAKTGPIYTSNEKSMENIDASWVHIYRLFDGSGHW
NSAKRVLGKKESKRARKYYSNFQIRNKAETDNEYLRSWRGQVLKKKWRKDLCRGYAEIRLGYIEKYDIDKEVWCQYERDL
YRTFL*                                                                          
>Pbla_Phybl2_65686                                                              
MLASELPFEIISHIASFLSFKRKYICTVVCKSWQAPLQESLWSELRIFNRKKMEKICDQSTDEYQSYHRNGQHVKTLFLE
GELRASDGELHTFQQHFQSLNSLTIEQNGLSNDNFAATANWNLWGKLTELTIHLSKWNSDSSEKPFLDIFACLPCLTKLR
LSQGWVNGSMYFTWNDFETIHDYLPRLESLSVNMTLASLSSNDLDLIQDVKPANRLVIFGPEAVYHDYRWLCYFALKYPN
IHTLGKMSFGNDRLVEDCPSSMIPWFESISFVFQYLKAITSVIGGHEGKPNLLFWNVLCPFHIPIKRLEYDVHVSLITPG
TFESIVKEAVNPFSKSVESVCIRTYNYIRGLWVLTATLDYCPNLVDLNLRIRCVIIEMDILLNRCVALKRLKLSGGSLII
SPEAPKTTTLHGLRMMELTFIKTSSKTLNNISFRCRRLNYMQLTNTSITGSISSTTGNLCVDMSYTRFKVLLLRNVRFNI
SEIHSDINNINFMVLSRPIIDQQLRDDTRHRRRRRVSSWYRLPFFAAQSDALLSSKGHPKNGVEATWFYTPHKYEGVEGW
MSQTWVLTETEVKKALDYYNHFNHGESTALKKQYKPADNIRKKRSDWKGDLFRGYATLKCGYVAEYTIGSGWFTDDYVWQ
RLFVSLN*                                                                        
>Pbla_Phybl2_146474                                                             
MLASQLPFEILAHIASFLLVNDRIPCVQTCKSWKTPFEESLWDTVEISSRLKLFAVCSSANPSQNIYQKYGHLVRKLDLY
GNFILSDTQLSVIQQRFPNLRHFKTGKKNISKTSFGRTADWNSWTSLTKLCVDTTRLGYSHAEKNVLEVLSCLPSLTELE
LEQYNWEKIMIFELKDFETLHMYLPRIEHLSIQLKFASLTPEHLSQMEKATPAISLKSFKLGYGSLDLRWICYFARKYPN
IRLLEWAINDDEDLEYEHEDETMRLLTSLPYVFPHLNTARMYSSGNPDQLHLTFWKLLRPFNVPIKDLINEFCYHKDEKA
RLERNITECVNAVSETVEIFNVIGYDFRDPQIISTGFNNCSRLVDLNIHECNTHITLNSLLDHCVSLKRLRFSLGSISIK
QKKIDYSITHGLRILDVTGATVESETFNYLSLRCRQLNYMRLNGVNVTGIVYQDTGCLCLNMPYTDFKLLHIHCVQFYQQ
SVNSLRNSNLNLVSLSLSSSVAHNDQTKIKNRSTDIRLYNNIYSRYLASSIWFHTFCEDLTIYRGRSKVRILEEEEVSYA



YDYYHSGHFHDSKNTESSEEVYRSNEGNVAMDKWHQDLPRGYAELKCEYIAKYDLRLEKTYDDRFWQNVYNGLTKS*   
>Pbla_Phybl2_146487                                                             
MLASQLPFEITIHISNYLSTKDRIECSRVCQAWAIAFQESLWDSIVISDKTTLNNICHPGSAIYQTYRTNGCYVKSLDLG
LRLFATDKQLHTLQNHFKNLQYLRTQCSSLSATDFGTNAPNWSMWGTLTKLEMNLGFIKTPHIKAKLLDILACLPRLEQL
HIAQDYTSKTVQFTLRDFETLHASLPLLEHLTLDMESQLITTSDLKLVQKNITPATKLKSLVFTVNRSGHRWLYYFAIKY
PNIDGLATISFDASEGIETTKAELMTLLGRRTPEIGLGLGPGSLFQKLDKIQTTICQQSSPLHFWIWKKIYSDYHLPLKH
LHCAIEEVYDKSNVVKNTFEDCINPYSTSLETLFIQVYENAITTAPWAITDYLVDYRNLVYLRIYTSDAPILVDIILDRC
VALKRLGVSTNWLSVGQSALSSLSTRLTLHGLRMLEVYNSTVCSKTFKYISIRCRELNYMCLDYTGVTGYVSINTGKLSI
DMPYTHFKTLLLRHIRFTSSRDVKECDRNVNLMALSFKNNKDNNDDELATQGVQEIKKKPKKKLTVCLSSRFPFVSTKRK
VVENIKSKKDSKVEDCGKSSWFYTTYSLNSYSLWESNVSRLNEKEVERAREYYDRYSSEIRFVQETTIGAGGNIEGTREK
WKKDRFRGYAAIRCDRIDEYIINTNLRRDCSDWDYLYDELDQL*                                    
>Pbla_Phybl2_146504                                                             
MTATQLPHEVLAHVASYLSVNEQSRCNTVCKKRNTIFAQLLWSPININIVAKIHVFYDSCEENYLQWGHIVNSLRVATDD
IVTDKHLANLQKCFPNITSLSIWRLITKDANKKADWNN*                                         
>Pbla_Phybl2_146625                                                             
MAAQLPNEIILEISSFLLTKDRLSCSLTCKRWHYPFQKKLWRDVSIKTNLRLKSIRYNIERSKSTLPSLGHLVCSLSFEI
TRSNDTWKSLESLKIQIPYSEETKSTAEFIGLLATCGKLHTYELFKGNYPVPAKFEAKDFDKLHQNLQYLKSFKACITLD
MDVAPSQHISINRTPALALTTLDLYTCKWSDFGMYYFAHKYPNLNTMRWSTLGTCSRTVSPNNMQQYSAIFDFTTKVLQH
LETFEFVTVHVPGSHHSDFWEFLSSLRAPIKNLKYKISISEGRWSTITALSKKLIELFSETLETLSVNNNAPYKSMYKPQ
LKISSCCLFLVDLKLRCCGMSIGLQNLFDSCVALKRLRIYNAELSCFSRTRNQGQDLKGQKHQEQKHGLRILELHRISTS
RKVFSYLSFRCRRLEYMKLNSTYIKGTISGDSQSFLLDMSYTSFKLLHLVDVRFTIFNDQANENCIISMLLLSQQNGLSS
TDKNKNGVDPNSTTVPCPSQSFTWFIFFRASYEEEYILWLIKRQDQGDLTPVEYFQMFHFENCPLAWKTSRLLNKNTDID
TTEHLFSVLYRALRNRQKSRDLLVADVDELGTSKEKIIYHLCNQSILANILIDFTSNPLLPKLRDDVE*           
>Pbla_Phybl2_146631                                                             
MLVSELPFELLLQISSQLLPKDKLNCVLVCKGWEVPFQDSLWKDMEVRSSESLKRVCKVAKRSASGLSYGLAVQNLRLNG
EYSLYDVFKNNLFKIFLNLRHLDIAALGLNDKTLRMLNEHGLWKSLVSLKVTLDASSSEELAQFLLRLLRNTPSLEELDI
SPYSESRHLSLTLDDFRILHTHLPHLKSIASKLSFKTISQDEVVSVPSTTPAPLVKSLELNSVDWENLWSYHTWMYYFSY
KYPNLQYLTWKIGHEISTPLAQDYQEMNEEFLQLTPKVFSHLETVDFSAMYTSALSHAVFWDIVCLSRAPIKNIKYKIVN
RIWEPMGLVEKIRQSAQSCKETLGTLFFDGHIDFEVRQVASLELPYCPRLVELEMNNCSVSIILDNLLNSCPMLRKLSIS
GGELGVSTDANAQISRHGLRLLKINEMVISITAFNYVSLRCRQLEYLYLTQSQVSGPFYSLARYTDSRTAINLVLLSHLI
GPWQRSLSIQDINKRFIVYPIGWFRLFYGLDDMFDCTKTSRRLSEQEADFVENYYRGFFINRLIPEGEDSLVYSVLQYFE
DDWAKDLYKGHIELRFDYVAEYFVPLY*                                                    
>Pbla_Phybl2_146648                                                             
MASRLPFEMLFQIADLLETKDKLSCALTCKNWRYPFQKSIWRNVRVETLLQFKAICNIIENPKRIPTPLGQSVLTLQISP
NVSIPRIHQDVFFKFLPNLKHLDLGRTRCEDIHKEMAKCNGTWKSLESLTIQITYNEIAKSTGKFIELLTNCHKLQKLRI
FKQGIYQPVVFNAKDFDNLHQKLQQLTSFDACISLSNDSETEQHIRLGTVPVLALTTLELRMCEWNVLWAYHFAHKYPNL
RFIRWNTINAQYYRISPNRTQRSPHILDFNTGVLQHLETFEFTTSDVLETEHHAFWGFLCSLRIPIKNLKYETKSDKVNR
LFFKTIIKQFMEFFYETLETLSVKGDIFYRSMLNSRLEIPSYCPLLVDFEINSCNVAIELRSLLDNCVALKRLRFSNGAF
VLYSEPMIIRHTDLKNHQHGLQTLELNQVSASFDMVNYISSRCKSLKYMSLESTCISGFISGKDMSMFLDMSHISFKILH
LANVRFTAFNVDKNENTNVNLLVLSQLDNSLSSYKKNENTDSKYTLVERRFQHLAWFHIFTDHDDDMSYKKGLNKIPEQE
ANTISEYFRYTDPKRRTEKFKADILSNKYDVIEEFKSDLCKGYIELRCKHIEKIVLQTQRADIIDQIQRRFDSLFHNQTA
PPPIHRPHAVRNQHISNLGAVQGFSYRRNTNLEHLLAERLLSQLLLETEYVDGNVNKSEVYTSTLYTQFTEVGTEINAQW
REAGEGSNNYFYLCLKELRQEQYIHPLWDGNRLIHSPGNMKMRSRSIFGLTMTDNMEAIKRNPHSSPGNRVLRQGALLSR
LLFNPALDPLLRTILANIAIPRFALSYSFPSQSLFLGQSNHTELLALKIKVSPLGTTKKIQSVIYLEFSLTNPKKQLSMA
FVDILIKIRTHVQLLSQRNFSVLGRGLIVNPLLLRCVWHFIRVIAPTAVCLAKCFN*                       
>Pbla_Phybl2_65475                                                              
MAKGGVGSHRSYLSENTHQILIHKTFDQIHDLLLSKDFDERALLFCPIDVTSTPKHKKRVIYYIRSANHESFLKAQELTE
YSNSCTILSQEHESEIVPLDGLLYCSKFPSCSLSLYLCLVLVIMLASELPFEILSRISDFLFVNDRLNCVLTCKYWKTPF
QRSLWKSITVRSLEHVCKLRDAVEYPPNGLAYGSLVQDITFRMRLGLIMVQMNNFFQMFPNLKYLDMGHISFAPLHAVVS
KHSDSWKSLVSLTFQYPPSSRKVPVSIFFDILTYFPGLQTIDIFPQHDGTKYFLFNLDNFNTLHKTLPKLKSFKLFLKLA
DIQEHDIQMILKTKPESSIKTLYLNLGQWEDLWLYYLSYKYPNLRTLGWYVSSGTTSMPIGDYSGREVLVQSSIKCHFPH
LETIDFCSSEYTAKWDNIFWDLVFQSNAPIKHLKYKIDHSNFEAIFLETNIRQLLPELSKTLETLVVVGYKTLQTQDIAR
PEFSYCPHLVEIKIINCKVSIALVNLLDSCIALRRLEFCGGQLCIGSDTDTDTYTDGKPKKHGLRTLDLNDIVADASVFS
YISFWCRDLETMELAKARIYGSKSNETMVLNIDMQFTSFKLLRLDHVKYYLSDDLMNKNTTINMVLLSQLSGIKKSKTSQ
ENVNIKSDVDHLAWFHIFSKVNDADNNSADIKQLSEEEAFKITKYYNDIHLKSNNDVQEAKRYIQGQVHKEDWQEDLSRG
YVELKCGRIVKYSIPLL*                                                              
>Pbla_Phybl2_146685                                                             
MHISKIPPEILTSIALSFSEKDLPQCSLVCKKWREVFYVEPRGTVKIYDSVLGAMLYRFFKEKHLIYRQHVQAITGFEEC
PVSINNLLILQKLFPNTRNLDITISHPNTRNTDTKWSVRKLLKNLGIQFDQSVDSSLKKPYYVILSRFSCLTTLDLMFSG
SYTSRVGDFEAIHNYLPHLESFSHRVELASITEEEMKCINETVPVNNLSKISIAMDTQDLRWLYYFAVKYPNVREMTLEA
MGIRNFLEDCNTAVAKSKISSLPHVFSSLKKLTLENSPHTSSFLLAFYQCFYNGTLSIKEFLYKFYISCKERAIENATAE
FMRVCSRTIESITLSEIDYMEQPNPFDSTHLFTDCPRLTNLEFYNCGSCLQFNTILDCCPSLKKLELYTGGAYIDSRAIQ



SFHPHGLRIIRLDQATIDPDTMKYISARCLSLSHVYFHKLMVIGTISEDTGNLLIDMSNLRLKKLIISSIFYKLHVEVGL
WYPWTKIDFMKLVQLAKPYPRTIERNEQNDQHFANHVPRYETVTIWYKVLTRSYSVKDMALPATQQETTPQGSPHYGDNN
FPPLSPNIHPSTQPNAPTHALPTTTPITFASLVDPEKQRSLTRIERVLGSDDPYAIPTECRFGTSPHSVFYDLPQSDDSF
MAAFWTAIHAAFSEEEAFAEVTSVRNNTHIVELLP*                                            
>Pbla_Phybl2_65435                                                              
MLASELPFEILLQVADFVLTEDKFSCTLTCKKWKNPFQESLWKNVEIDSMETLENMCTIVNQPSAESPPYGLIVQGLRFT
GKSSLTNWQLNPVFRTFLNLKHLDIETISFGQVDLKQTIHGAKWESLTSIKLRIEPSEWTIPTTAIIQVLTNIPNLQKID
ISFEYLSYTIDFELQQFNELHKALPHLVAIKTNLNLCDINPNEASDISNTIPAVCVETLDLTLFHWRHLWLYYFTLKYPN
LRTLRWKASPASRELIDEDYGSARIAPFRSITKAFVHLETIYFCTEETTEWAHAIFWELLCRSNVSIKNLNYQIKDCSCG
ALFLESIIRKFVQSFSRTLETFTVVGDVFFNIENIARPEFSYCPLLVDIEFKDCGVSIALDNLLDNCTTLIRFRFSNGQL
YLCPDAQIDRKAHGLRILELDSIFASAPVFNYTSIRCNNLQYMNLTQSYICGPISDKTGRLCIDMPHTQFKVLHLNRVQF
YSSVETIDENTAINLILLSQLTKPLPSMENTEEVSDSLSVDTIGWFHLFCELDYAFDYAPKIRQLSKQEADDTIKYYQEF
RSIENIDVPEVERSFNGQVSKENWKADLCRGYSELRCGHIADYRVPLFWTDEKDFWQMLYSNLPKIDIIQHFLDTRRVIK
ICILPVKLSIKRQSSTRYLHHINQKNDSALKHVLSEMRLLQKIFSNSIYQKAFNQGNTGFEYYFYRCSEACISL*     
>Pbla_Phybl2_65433                                                              
MPISKLPFELLSRIADFLLFNDKASCTLVCKRWTTPFQESLWLSFNAKSIGRVTDLCYIVINLTRKFPGIIIGQTLNLTG
HTTLTNWLQADVFRAFVNLRNLSITSIYLEDTDMDLPKYSGPSESLTSLRLGVLTLPWTTSTPMLIKFLSRFPNLKEIDI
FPNSSRGAINFDMDNFNAIYKAVPKLKHIKARVSLTDIHQNAVKIIPSTIPACFVTSLDLEIVNRNNVWLYYLWLCYFSY
KYKNLRTLKWMASCNSDESNIEQYIEKKGLLLPSITTVLPHLETVEFCTADRSEWSHTAFWDFICQPGSRIKNLKYKAMH
RIHNESYPKTVISQLVPFFSKTLKTLSMEGDISFDIDNTIRPEFCFCPQLVNIEIKNCGVSIALDSLLNNCTALRQLKYC
SGILYIDPGAHGTTMQHGLQRLELENVTTSVPVFNYMSFRCRRLKLMKITHSKIYGTMSEETRVMCIDMSYTNLELLEFE
FVQFYSSSERIEENAAVNLVLLSQLIDPLPQMETMDSGNVTSIIDHIGWFHLFCEQDFAFDYTPKTRKLSEQEICTTLDY
YKGVSSTEATDMQEEDAYFDEQTFKESWKKDLCRGYAELRCGNVIQNKKKSFAAVIFSISCIWKVVILRSTPWEQIHQLK
ETIYLCLLTAYVLFGKDLFTENELLYTYMTLS*                                               
>Pbla_Phybl2_146720                                                             
MLASEFPFEILSQIADFLFNKDKASCALTCKRWKTPFQETLWKSIDVSSTKELEEICAIVNNSMINHRQFYHLVQALRFT
GYCTIDWLQSDTFRTFPNLKHLDIQYVYSKYSSMNFPSSYPPLDSLVSIKLQIHAVVQEIPTKDLLDLLKTMPRLRKLDV
CVYSSVYSFRITPSNLNTLHEYLPHLTSITLRLALADISQDSVQTDLNITPILSVTTLDLDILDWDHLWLYYLSYKYPNV
HTLRWKTSCASSGWIVKGYKELKGSPLRSIKAAFPHLDTFDFYTEDRTAWSHAILWELLCPSKAPIKKLKYTIKKCSCSA
IYTEKIIQRLVQSFSKTIKTLSIVGDVYFDTENIARPEFSYCPRLVELEITDCGVSIALDNLLDNCISLRRLCFHNGRLF
IGPEIHGELIKHGLQSLKLDSVVASGPVFDYLSFRCRSLEFMDLARAQICGSVSDKTKRLYIDMSYTSFKVLRLDHIQLY
SSDKLMDKSTAINFLSLSQSTGPRLSGKRQQIQNDGPAVGHPTWFHTFYELDYAFDFAPKIRQLTEQEVLIATEYYQSSR
FRESNSAQEVERTFNGQVFKDDWINDLFIGYAELRYCNMENYCVPLP*                                
>Pbla_Phybl2_78074                                                              
MLLSELPFEILSKIADILINEDKASCTLVCKRWKFPFQDSLWKNIEVKSMEQLTSICDIVKHSTNGLSFSLAIQNLYFTS
WCTITDLLQSNILQVLPNLKHLNLGDISFKTFDTEISIYGGPWKSLVSLEFQVCSTREETSQSILVEFLTQFPNLHDLNI
FPCFPHTSIYFDVGNINTIHKYLSRLRSIKGAFTFPTICQSDIQTIPKAIPAYSLTSLDIHILNLNSLWLYYQWLWYFSY
KYPNLRTLTLKALCETDESIIKEYNIKKGSLLRPATTLFPHLETVEFNTEDFTKWSHTVLWDLLCQSNAPIKNLRCWARY
RTYEEGALEKVIRQLVQSFSKTLETMSVEGYLFFGTENIVKLEISYCPRLVELEITDNGSYIELDNLLDNCIALSRLKFS
NGKLNIGSDPHEKPAYHGLNILELSYVTVNTAVFSYLSFRCRSLEYMYLNRPKICDSISDETKRLYIDMSYTNFKVLRLD
HIYCYSSDRLMDKNTAINLILLSQVNSDRLSNGTRQSEDIVSVVKHLSWFHVFYGLNHTFDSAPKVRKLSEQEVCITTEY
YQNFRFRESTGIQESMRSMNGQTLKSNWKADLCRGYAEMRCGNIKNYCVPLL*                           
>Pbla_Phybl2_159168                                                             
MLVSELPFEILLRVAEHLSKSDKTSCASVCKRWTPPFQESLWKNIKAKSLKDIDRFYNLSKHSTNKFPYTLNRSLIIGGK
STFTDWLKCCIFQTFPNLMHLDILSMRMENKDVHESEYCGPIKSLVSLHLKFSTMGKPMVTPKIIRFIAQFPSLEKLNIH
SYGPYYSMPLTTSDINTIHQNSPQLKSIKGYISLDNIDQDSVKTIPNTMPVPLVKALDLLITSQSCLWSHYLWLCYFRYK
YPKLRSLKLNIVCKEGGFSFKEYNKRNGSFSSSATPVFLLLETVQFHINDKRKIPNAFLWDIIQQSSTSIKRLKYKTFSN
TRKTAPIEEAEPFNINNIIIPNFSRYPLLVDLDIEYSNISIALDDLLDNCRALRHLYLSKVQLCTSRHAHNNPIQHALQT
CDLEDIIIKTSVFNYISFRCRSLDLIKLTRLKICGSISKETGGMDIDMSYTRIKMLIIDRIKFYSSSNNINDSTKVNLFL
LSHLPETSQPNENIKMKNVESPMSFIRWFHSIKNDEQSHNFKQDSRELSDQDGQEVLDYYHKHSYTKVSNGQEQKKYFER
SLKDYWEKDLCRGYAEFRCGYIAKYVIPQLW*                                                
>Pbla_Phybl2_169674                                                             
MASTLLDFLYPVQLLKDLIPPTFLISIFISCIEDSEKCICARIDGKIKEGFMAEELPIEILSQIAEHLSKKDKALCALAC
KRWKVPFQESFWKNISAQSIEELCEICTIPKDSLHENSYALVKSLAVGGKSTFTAWLECGIFQIFSSLTHLDVRCLHIQT
VDVYDANRSDSFRSLKEMEQQKVISFISQFPNLEEVNIYSYDGQRILTFTTSDIDTIHNNLPHLKSVKGRFSLDDIDQDT
IDNLQNTIPALSVTSLDLIITKKDCIWSHYLWLCYFNHKYPNLRRLKLRLECDENKFNFEEYHKRKGLVSCPIVPGFTRL
ERFTLYTNDSTKLSNAFFWDFFYQSRIYIKHLTYKNFARISNIGFLERSTPYYVYNFIRTDFSCYSLLVNLEVKCRHISI
DLDNLLDSCTGLRQLRISRGKLHSSNSQAYKDKAQHGLQTLELDNTVVITCFFNHLYFRCRYLELIKLTRLQICGIISEE
TKGVSIDMPYTKTQKLIFDRVQFYSSTEHLNERTKINLILMSQLTEASQSDENEETAGVESSMSYICWLHRFKETENVNN
FTQWYRELSDQDCQEILAYYHKSSYKKKNIGTQEVRKGFGRKTTKKFWEDDLGRGYVEWVCSPLVDNNDSLSRLKDSNFY
NPFARFLPLELLELIVVSTTPAQQSTWTSFILMS*                                             
>Pbla_Phybl2_169675                                                             



MLPSELPIEILSQIAEHLSKKDKALCALACKRWKVPFQESFWKNISAQSIEELCEICTIPKDSLHENPYALVKSLAVGGK
STFTAWLECGIFQIFSSLTHLDVRCLHIQTVDVYDANRSDSFRSLKEMEQQKVISFISQFPNLEEVNIYSYDGQRILTFT
TSDIDTIHNNLPHLKSVKGRFSLDDIDQDTIDNLQNTIPALSVTSLDLIITKKDCIWCRYLELIKLTRLQICGIISEETK
GVSIDMPYTKTQKLIFDRVQFYSSTEHLNERTKINLILMSQLTEASQSDENEETAGVESSMSYICWLHRFKETENVNNFT
QWYRELSDQDCQEILAYYHKSSYKKKNIGTQEVRKGFGRKTTKKFWEDDLGRGYVEWVCSPLVDNNDSLSRLKDSNFYNV
FFWSL*                                                                          
>Pbla_Phybl2_169684                                                             
MLAADLPFEILVQLSGLLLAEDKCACALTCKRWKTPFQESLWKSIEVKSMENLIKLCTIAKRQASEFPYSVVTQSACIAG
SCTLSDLFQNDFPGTFMNSKHLYMKSISFEDIDTHIPINNNPWKSLVRLRLCIQPMRYEISMPALISFLTVVPNLQEIEI
FPVSPKSFLYFNSNDFNTLHKKLPQLTSIKAGLILKDIHEDDAYKYPNLHTLRWRISCGSSEWIVKDLNERKPSLSFSIA
NIFPHLETINFHTKDPTEMSPTVFWDFLCQSSLPIKNLKYRTRYSYSGRDFLEEILRQFARSFSNTLETLSIERNICFNP
ENIVKAEFSYFPQMVDLEIKECERHGLQVLELERVYSSSRTLSYISHRCRCLEYLDLSFSKISGPIACGTKRMYIDMAYT
KLQKLKIHRVQFYSSSECMNETWLHTFRGFSSTFAYSQQIRQLSHQEVLNVIDYYKDYRLKETTNAQETERSLDVHGIIE
DWIEDLCRGYVELRCRNITKCFTPSLLKYMHIDGL*                                            
>Pbla_Phybl2_65393                                                              
MLASELPFEILLNISRFLHTKDKFHCMFICRAWKIPFQESMWRKVCILDKKKLEAICSTSAIKDNIYLNGHNTRDLYLNG
KIRATDSQLYALQLCFQNLRRLYIKRNCLNETDFGKQADWNLWKYLEDLCIVLDELRIEDTEKVFLDIVSCLPRLKRLDL
IRHSWKTKLAFTMKDFETLHKHLPRLEYLTLSVDLGSLSREELLQARTVDPATNLTVFKVDTKIADHRWLYYFAQKYPNI
HTLRWEPYDKNGVTDDYQEETSFLLKGVRYAFQRLKTLNVHSAGSSDWLHLFFWKILCPSSLQIRNISCRPYLQTRKPEI
LEEIIRMCMDSFSRTVETLSIKGRYRFNIPHKLTELFVYSPHLVYLNIDQSDASIILDELLDRCVVLKRLRFACGWISVS
PDSHNSLGRHGLRMIEIYDSTIDTDTFDYLSFHCRHLNYLSLTDIKAIGKVSPKTGSLCLNMSYSSFEILHIFGIQLYPS
EDNINPNTVVNIMVFSRPIPGNKKPENDTSNATVFGSKQSKIFTESTWFHLYCDEKDMDKGAHTTRIMRKKEVNQARKYY
RHFQRNKSAAKKLDDIRSIDGQTTRYGWKKDLPRGYAVLKCGDVAKYVIGSELTDAEIFWKNIFDSLT*           
>Pbla_Phybl2_169738                                                             
MSASELPYEILSKIADLLLTGDRFSCVLTCRRWRYPFQEALWRNMHVNSMKNLETICNAIEGSRTKSSSYGLLTQSLRMD
GYCTIPHWQQHAFFRSIPNLRHLDLGRTRYQEMNTHMIRLNNPWKSLESLRVEVHGSKRAVDTKSFVERQLFFFPIQMYS
NIWKHSSFLLQPCHNGPILFSGNFFVHYKFLSNSLEMVMKRFMQCFLETLSSLSVKGRVGFSMSVFVKLDNMLGSCVALT
QLKIRVGQLWINLDRIYQGREQHEQQYHQQRQEQKHGFRALELQSVVAIWVQIFNDLWREMGERETTVKLLSEIEIRTVL
KYYQYIPSKRNPKESDFAQLAKTIGQTIFGEVMSSLDIATQPTVLFMSLNQVTKDFKKNLYSRPF*              
>Pbla_Phybl2_73346                                                              
MSYAIIMTASKLPSEILSQIADLLLTDDKISSAITCKAWRYPFQDSLWRDIRISSMESLQHIYNTIKTSKNTPTFHGLLV
HSLRICGDYPVPNTQQDELLKFLPNLKHLDLRHIKYKDINRIMAESNDTWKSLESLIIQDITTTEPEVATDFIESLKTCR
MLRNLEFFTLKRNDPILFNMNHFENLHQNLQLLSSIKAHLALNEDISSTLGTIPDTTPVLSLTSLDIKLGQWDPLWLYYF
SYKYPNLHSFKLDVSDMFPGWIHYDQMQVIISHFQSNPNALRHLESFEFITKAIAEWTHLVFWEFICPLRVPVKNLKYKA
QRNNGDVQLYAMTLKRFLQSFSETLETLSVDGSAFFDIKRSPTLYLSSHSPFLKDLHIESCGVSLNLDSVLNNCTALKRL
RYFGGQLLNNSNTTNQDTEERQNHGLQILELRQVVTSASVLGNISYRCRRLQYMNLSSLSISGFISEISGHLLLDMRHTF
FKVLHLAQIKYYSSYKHDVKPAISMTLLSQVNYPSRSDKRNEENYEEADSKSPIISYHKIAWFHTFLDIECKKYTRIGII
QLSEQESSAAMEYYQNFKSRKDSNTIEDDPEKGWKGDLCRGYGEIRCGHVEKYTIPELSTNDKDFWENLYNKLF*     
>Pbla_Phybl2_73347                                                              
MMPPNIPPEILSQIADNLSTEDRLSGSVTCKAWRYPFQDSLWRDIQIDSTAALEQLYNSIKSSTNTFTPHGFMVHSLRLI
SYYKIPDEQQDAFFSYLPNLKYLDLENLSCRDINLEMAKSSKTWVSLKSLIIEYNGSRGWPTTNDLISLLETCPMLKKLE
FSTNSLRNASSFGLREFDSIHQTLQQLSHFKAYLYFEPEIQSTLDIITNTLPATTMTALDIWFFQLSHDWLYYFTYKYPN
LQSLRLDTSELYQRWTDHTRTQRVTYQYPPHSKGFQRLETLELVSPNISEWTHLVFWEFIYPLKAPIKNLKYKAVCDHDD
SWLDAQLYATDIKRILQSFSETLETLSIEGTVFFDIKHGPALELSSYAPFLMDLHIKSCGISINLDNLLDNCISLKRLRY
TGGQLLINSGTTDQDTKEQHQNQGQHRRLRILELQRVVTSVETFSRLSFRCRHLKYMNLSSLLISGSISKKTGRLLLDMP
YTFFKAVRLAHIRYRSPYKRIYGNTIISITLLSQLSDPLSQLPLSPTISDKAIQSEQEKGDPESLAVVTHKNIAWFHTFL
NVVFETDTRIGIRQLSEQEAITAVEYYENFQSNTNGKTIRLGKALDGNNPKKDWENHLCRGYGELRCGQVEKYILPSQSK
HDRYFWDLLYENVFL*                                                                
>Pbla_Phybl2_73348                                                              
MLASQLPLDIILQIADLLLTKDKCSCSLTCKQWRDPFQKLLVKNIHVDSIKHLKTICNTNATSKTKSRSCGHLVHGLRIG
GCFILPNVKQDVFFRSLPNLKHLNLGNMRFQDINTKMTQSNNTWMSLESLKIKINNNEGLQGAPDLIKFLKTSRVLEKLE
IFTKDREVIITFTENDFENLHQNLQHLSSIKACISLNFCASASQNTIPEITPALALTTLYLRLDEWDPLFLYYFGFKYPN
LHSLRLDFSISNYMCVDSGTLQRITPLFDSNPKALKYLETFELITRDASESAHMDIWQFFTSTKVPIKNFKYKTVYGDSA
SRDYKVLIERILRAFPKTLETLSILGRASCGSRSTKMLEISLCPLLVDLEINECSVCVDLNNLLDSCIALRRLKLHSDKL
SITSGTDNREPKQYQGRQQHGLHVLELHGVGTSTSVFNCLSFRCRDLEYMKLCYVSIDGTISEETGRLLVDMPYTFFKML
LLCDVSYCSSDGHGNDKTIITIFLLSRLNNPLQSNEERRKDERELESTTVEYHNQHDIAWFHTFTDGVYDWDNDTGIVQL
CKQQVSTAVNFFQGFRSNRVPRASIFDSWGGYIEEGWDADLRNGYAEFRCGNVEKYSIYGVISDDQDNWDKLHSGFP*  
>Pbla_Phybl2_73351                                                              
MSASELPYEILSKIADLLLTGDRFSCVLTCRRWRYPFQEALWRNMHVNSMKNLETICNAIEGSRTKSSSYGLLTQSLRMD
GYCTIPHWQQHAFFRSIPNLRHLDLGRTRYQEMNTHMIRLNNTWKSLESLRVEVHGSKRAVDTKSFVEFLKTCRKLQKLE
IFQNAFDNPVMISSKDFNNLHQSLKQLSHLKACLYLNQIRQNAEPTIPITTPAPALISLDLDLFSWHPLWIYYFGYKYPN
LRFLRLDVSNVPDCWIPQENLQRMPSLFLSNPNVLQHLETFEFLTTEMSQWSHIVFWEFLCPLQIPIKHLKYKTKYSKCD



AEFLEMAIARFVKSFSNTLETLSVDGDVFFNAKYITKLSFTSCCPLLVDLEIKDCGVSIEVDNLLDICVALRRLRFSNGK
LWVDQDTTNQERNHENYQQKHRQHELQILVLHWVNASAGVFTHMSSRCRRLEYMSLGNSDIWGSISKETGNLLLDMSYTS
FKALRLKNVQYHSSDRDTGKNTAINISLLPQLNNSRSPKEIMEEKGNKDSKLSIIEHYQHHLAWFHTFFDDDYEYATAPC
IRQLSVQEVNTALEYYQDFLSRESTNALDVFRSLNGQVSEKDWEEDLCRGYAEFRCSHIEKYTIPGLTPDDEKFWENLYN
KLF*                                                                            
>Pbla_Phybl2_73352                                                              
MCKDLAKPQSNCRFFPTTIVIMIVSELPSEVLSQIADHLPTEDRLSGSITCKSWRYPFQDALWRNIYIDSEKSLEYIYNT
IKPSKNISTSYGLLVHSLRIGGYYEMPDEQQNEFFRYLPNLKHLDLGHMTCKHINTEMTIANQTWIYLESLIINFIGRPG
GPTTENLISLLKTCCSLRKLEISAEKRFCPVSFSLKSFDSLHQALPQLIYFKTFISHAHDLQPILDTIPDTIQSLTMAIL
DISFYQWSAKWLYYFSYKYPNLRSLRLDTSKVIYGWTEYILTQGVTYPYPSHSKSLQRLETLELITPNISEWTHLVFWEF
IYPLRIPLKNLKYKATCNRKDLWLHAQLYETNIKRILQSFSGTLENLSIEGTVFFDIKHGPALELSSYAPFLKDLHIKSC
GVSINLDDLLDKCPVLKRLRYFGGQLLINSSTMIKETIQQQEKQPQHHGLQILELRRVVTSAEVFSRLSFRCRRLQYMNL
SSLWVSGLTFEADGCLLVDMPYTFFKAVRLAHIKYCSPYERRDGDTTISLTLLSQLSDPMSSLPSITSTSDKLIHGEKEK
VDRKSVAVVTRKNIAWFHTFLDVVFETDTRIGIRQLSEQEASTAVGFYQSFQSNRDNQPRRVDMPLDGDNLKEDWKDKLC
RGYGELRCGQVEKYILPSDSKYDKYFWKYSCNNVFL*                                           
>Pbla_Phybl2_146813                                                             
MTASELSSEILSQIAEYLSTKDRLSGSITCKTWRYPFQDSLWRDIQVDTRHPLKDINDRIKPYNNAYTPYGFMVHSLRFE
TYYEMIMVQQDDFISYLPELKHLDCKTCDGYYMKQFKTKSKKIWMSLESLKTDYHGPEMWSIIEPDIGVLIMCPMLQKLE
FYKELYCSPKTFSLPDFDSIHQTLKQLSHFNASFRPDPDDSYTDDEIIDTPPAITMATLDIMIYKFSPRWLYYVSYKYPN
LRSLKLDISNSFHGWTDHTLMERIAYTYPCHAKGLQHLETLELTTPSISDWVPLVFWEFIDPLRSPLKNIKFKAAYPQDD
SLFFAQLYATYIKRSLKSFSETLETLSIEGTAFFDIKYGPPLELSSYAPFLKDLYIKSCGISINLENVLDKCPALKRLRY
FGGQLLINSITINQDEKDQRHHGLEILELRRVVTSAEVFSRLSFRCRRLQYMNLSSLLVSGSISKKTGCLLLDMPYTFFK
VVRLAHIKYRSPYKRIYGDTIISLTLVSQLNDHLSLPSLALPSSRTATNIDLKEVNPESLAVVTHRNIAWFHTFLDVVFE
TDTRIGIRQLSEQEASTAVGFYQSFQSNRDNQPRKVDMPLDGDNLKEDWKDKLCRGYGELRCGQVEKYILPSDSKYDKYF
WKYSYIRSVIVNPKNTSRSCGRFVHGLRIGDCCTILNRRQDEFFKSMPNLKHLNLGCMTYQEMNKNMTRSNAAWMSLESL
RIEINYNQRIRLTPDFVEFLKTISKLQRLEIFTRNQLCLVIFGQNDFDDLHKNLQRLSSIKAYISLDFSATLKDSTVPDI
IPALALTALDLRLGEWSPLCMYYFCYKYPNLLTLKLDVSNSYTTVHYNQIRGTGPPFYISPDALRHLDTFEYITKEEAQN
TRTLERILIAGGTDGDRSTSSLELSSYCPLLVDITIMDCNVSIDLDNLLDNCVALKQLRLSLGNLLINSVPTELEQQQQH
GLRILKLNGVNTSSDIFSRLSFRCRRLEYMSLVSTYAKGPISEKTGCLLLDMSYTFFKILLFGNVTYCSSDEYGNEKSVI
SVSLLSQLNKPIQSNDKKEEGKGDSVSNVTNHRNLHHIAWFYNCRYNTYSWDRTKGIVQLSEETVDTFVEYFQNFQSNKI
SEDLGLGGLGGNPIMNESWKLDLYKGYGEFRCGNIDKYIVYGVTDDNEVDWDKLYDNLS*                    
>Pbla_Phybl2_147221                                                             
MLASELPYEITFLIANFLQPRDKVQCCLVCKSWLLASQESLFETISVKSYCNVNELVYATNPENNLLRKYCHKTRMLNIG
RNICLRDRQLLALQKNLPCVQVFKWNNAIVERYQLINCCGWNLWEKSLTNLKITVLRHDYASLSNIFVSIRSNLSRLRRL
HITDQYNERALQCTFNDFELLNDQLPELIYMSLSVHLYEMKPAELLKIKYVKPAPRLKVLGCCVEEATIEWLYYLAVKYP
NISTLKTFDFSRFTIDEQTSLAGNIFKQLSFPFQRLENIDVCVNMASEQVYLDFVNQLRLFNTSLKAICLSVDGISRDSM
SSNNIIKSTNVFANTLQTIEIKSCPGIVQCLDLIPELVYYPHLVDLNICIKDAIVNLDVLLEKYPLLKTFSISDGVLNSS
PNLPIPPTENALCDLSLSNMSISASTLKSISIFCKKLTNMELKCVDIEGSQQGATLYYCIDMSSTHFTTLFIESIQFTNV
VNQDTINMFAFSLSNVSAENTWVYSWYMQANVFMAQQSKARKLNKEESKEAGEYFHNFPRNIQPKYTKDQIHDTIRFSSK
DNWRDVLSNGYAIFKYGSVKNLLLETKHEK*                                                 
>Pbla_Phybl2_170163                                                             
MPASELPLEILLQIAELLLTNDRRSCALTCKGWRYPFQEFLWKHIHVDSMNNFETLFNTIEDSRIMSKSYGPLVRSLRLC
GECIIPSIQQDHFLRSLPNLKHLDLGRMSYKLINPEMTRINDTWMSLESLRIKIPHSGIEETTEEIIEFLTNISKLQKIE
LIQCSWNNSIKYMLDDFDKIHQKLQQLSCMKASISLGNILHPAQLMIPNTIPALALTRLDLNLRDWDPLWLYYFGHKYPN
LRFIKLDISHVRECKIPEEVMRRNSALFLYNPDAMQYLETFNLITKDISDSSHVALWDFICPLNIQIKHLKYTMKHKNGG
GHFFKMIIKGALRTFADTLETLSVEGNVYFDSKYTSKIELSPYCPLLVDLRISNCGLSIDISNILDNCGSLRRLRLYNGE
LCISQDAANQKSKRQKDHQHHGLNILELHEVLTSDSVFKHISFRCRHLQYMNLDTLTIVESISKKTGNLLIDMSHTLFKV
LRLDNIQYYSLYDDTDDQIAINLLLLSQLNNSLSPNKNKQKEFTGLKFTVVDHTNHIAWLHTFHNIAHKRNSETDIRRLS
RQVSNTTLKHHQDSHTKKKPKVSKSTGLRNKYDSCESWQDYLLEEYVELRCGHVAKAILPGLPSKDKEFWDELYDRLFKN
KIVAMDLCKTRPIFDGLGDQSIAYILDYEARLLLCTINYRFLQQ*                                   
>Pbla_Phybl2_187572                                                             
MCIQIFIVMKASELPQEILTHIADNLSTKDRLSCALTCKGWRYSFQRTLWKTVQANTLRLFKNILDTIRSSQNSSIPYGI
WVHSLCMQNFILSPYLSDIPVIELFRCLPNLKCLYLGDIGYKNIYREIVPAPSILEFINTCSMLQKLEIIAPKKGYRIEL
SLDDFDNLHQNLKRLSFIKAAVNLNFDFTATLNTIPNTAPAYSVTTLDIDTNQWNPLWLYYFCYKYPNLRSLKLDVWDTS
HEALSFDQKQRIISLFHSNPNALQHLETFKIISNIHFEPSDLV                                     
>Pbla_Phybl2_147418                                                             
MTLARVTATHVYVPLIKLNKFVQKGIKFHLSFSFIVLIIINIVIIMLASHLPFEIVFIIASYLLTKDKLNCILVCKAWRQ
PLQDSLWNSLEITSQRKLNSICNTLKRKRSVYKIHGVYVKQLHMSGECRTTDQQLLRIQKSFQNLQRLYIGRFCLDGLNI
GMQVGWTLWKSLTELTIDMHKTSVICEKEREKLFSCLPYLKRLCFTQRKNDPPLPFSLDNFEDLHDSLPRLEMLSLNIDL
KCITENDQIRLWQVAPTKHMTKINFCARSMDSKWLCYFSLKYPDLNTLGLEAIENDKIPDFHKEEDLSVFSNLPAIFIHL
KKASIRVRGCFERSHTVLWNLLSLHTVPVEHLTYRFDSPPYSPQLSSIVTRKCMISCSNTIKTLSIECRDDPFKPELIAS
VFKLCPNLVDLNIDIFLATIMLDTIIDLCVSLKRFRASNGSLELSKNEPRDPIMHGLRIIELTNTTAIASVFHYLSFHCR



KLNYARLNTVKVISRLSNETGNCLVDMHYTQFKVLHIFYVQCFTSYATMFDAIGMNIMVLSKPRVSTDGHTNRRGPFLSQ
GTQSDTPTVQMWTHTYYERLKNRRWVPATRALMKKEVKFARKYYQDFERNKNIKNSLEVERSWTGELVWNNWKEDLCRGY
FVLNCGPIDEYCIHQEKGCDPTLFNRIYSTLD*                                               
>Pbla_Phybl2_147477                                                             
MAPQLPYEILSNIASRVPKEKLINCALVCKHWTEAFLDAFWHETKFEEVNIMKEMSTESNMGRVCFKNAHRVRELTLDCV
PLDDMKNFSKLQRIYSGIKSLDYLDPYTAHQGFYIINWGSWKLLSRLRMEFEYSVPVIFEKLFTKLSELPSLTHLTLEAV
SGYPGYDDEQTISWQDIDCLHNTLPQLEFLKCTYTFEPISRNDIDKIKHVTPVHALTSMHHKHDYVDASWIFYLALKLPN
LIHIEFEDGLKDDHMDPMSYNQKHYLEDIKLLATLDQFFPRLQSAVTFTGSQNGWPFSIFYDTLQHFGVKISNVRVYDCR
FPGGPLDGHDRCMRPISESLQISWQELTFSHFHIPITTNFLSYPNLVELRMESRYDIEIDIVIDKCPVLKVLNLYNSKIC
LSRLPLYRLSEHPLKKLRLIRCETNAHVLKYVSVCCKTLSILKLSSVQLYGLRFKKTGQLVLDMPFTQLNTLILFSIQLN
CSPVKSFAIEQLDNVGTDQSNSSRKQQTTRSNWYHTSLIKTGKISKMSAWELGKRDIEYAEKYYQSFIRRKGYEKKFGNM
GQYRGGYLQKRFWKRDLQLGTLVLRFKSVKNSFFDFGRFC*                                       
>Pbla_Phybl2_72862                                                              
MALNLPNEILSKIAGIADKNDLLNYAQVCKQWKEVFLDAYWHTTKLKPNTMEYIYNETEHDNICLKNAHRVWKLIIKYVK
VNDIEETECVSRLQTIFSGIKHLEYTEDTLEYAYLCLNDWSPWTLLSHLKITCLYQDAEQLTWLFEGLSKLPSLTHLTLN
SKPLYTYDIEYDDDDEEDESVPWLVIESMHNFIPKLEYLDSNPAFRPIPNDDIEKIRHITPAHTITSIGYNYDFLDASWI
FYLALKYPNLCSIVFFDSDKKNAKDSIVYSRNRHQEDIQLLATLDQFFPCLTSVNTLTGSHNGWPFSIFYDTLRNFGVNP
ESVTVNILKGGEQSIYSHNRCLLPISESLKISKQSLDFPRFKMPISNYISSYPNLFELHYYRQMPSTTSIENTSAQNMSL
ESPIVPNRSHTLKRLDISHSKANAHVFKYLSSRCKNLLWIKLNFVTFDGLRLKKTGQLVLEMPFTQLKTLVLYNIKLSYD
FVRHFCIKQTDSTDDDQLDPDHYQGAEHLSWSHTHLDKTNPNSNISSWQPWKHDVKYAQRYYRSFTHRKGYEKNYGNVGQ
YRKGYLQKRFWKRDLQRGVVLFHSRSVKNFYFCANKAT*                                         
>Pbla_Phybl2_147564                                                             
MADQVTAVDFPDEIFRLICDKLSQQDIYQCTLVCKSWNPHFQSELWKTILLFGKSDLYRIFGKNDPISHGLANNGQFIRR
MEIDANTGVTRFDMRDFQLFAKNVEKLTAPGYGYPLRSLRRAINWRCWKTLLYLKVTCPGYDSTTDINVASLTERYTKYQ
ETLNSFRWAIPSTAGWQLSYMESLHTNLPQLIRLSLDVPLTFSQYDPDLFKPLVPASSIKILHIFTRTDFSLWLHYISRK
YPNLQELILERTTSLVAYVDSIERYFHYFGNPPNLQHLRKLKLVYEVNSVYDSRLIGSTLLDNPNIKELSLTLSYCMIFN
VNRVHLLKENIGLISKGITELFVSCNLIFPVPDNDVLQFSAFSYLVVLHIDVAYTCIFIDELMNGCVHLEKLRLCATELA
KDKPPKITPPKHKLCHIELERNTLHCDILSYISSRCYCLCTFYLIDSLVVGPVDRRTGFMYIAMWETTFNIFFVLRVRFR
AVDTNWKPSSAVNLFCIYQSDKNESDDPRSSSAVSSPSSSSSQWYSFSPWSSSSSSSSHCDPENKEVQEKKKIENVAVLS
DWFHIYRLGFGPTAGFDYQNLEGDDRQKAIDYFKGFESKDVEHDGRRNNLPHNSIDLAPSEYWQLDLPCGSAVFLCKGIN
SQTVVGGTFSR*                                                                    
>Pbla_Phybl2_170527                                                             
MVECTPWFIFGISFMLASDLPIEILIHIASFLKTSDILSCTQTCHQWTGAFETSLKGIISIRNKWKLEAISGIMASDNNI
YAHNSSRIEEIQLCPWLDMSSDQLGLLQHQFRNIKRFIAPHQSLNSKTFGLGEDWELWGYSLTYLFISLERRESGKQTRA
FVECLKYLTCLEHLEYTETCWAQVLNASLGDIESFHENLPSSLTYLGLDLRLCTLSLDEASRLKKFPSIPNISNVKLAIQ
EMDLRWLCYFARKYPNIDTMSWNSPSSMYFPDLFHDEALALFDSLPPAFSQLKTVNVDSTPGSKPSQIVFWRLLQHSNVA
LDTFNYCLVNDLESQGLLETNISEIICFHANTLKKVTFGTDILIDNPYTIPTALGKLNCVVDLTINGISNPISIAMIMDN
CIVLKRLVLTAKKIRAPPISTSTPHGLCLLKISCAILETDFFTYISYRCRQLRWMCLDRTKIIDSVLPEVGLKIKMPYSH
LAFLQLNQVRFMEVSNKSNIPLGLITLHSSCKLLHPEDPTIYRLSFTGSGPLWIQARWKYPDYTVAKMRILPKNEANYVQ
EAVDAVKTKTFSQYQLELKEELSRGFVDWRLAAVDRCWMSGKKTDNDVHIWRRYTTSNHDI*                  
>Pbla_Phybl2_170601                                                             
MVVFNDFCIILPYDIIQSILSQLDLKDILVCLQVSKTWRDITLDTPCLWYDLDYESINISPCFDFRLSSARRLTLAKGTT
QELITRTFDTIISSNCHSFRTLELSMPCDIGILFKTIESLRSSLTHLRLDNTSLPLDICFNTLLPITQLTHLSLRHCAWS
SKRTFINDPKSSQLLSLKVLDLSYLDWRYVRSGCLVSVLRRCRYLQQLVLYGIRIDAFCPILRLMEESWPDLQGFHYDPY
TNLLDHTWLPSSNNVKQLSLRTCKVRSDVLSDDLVNSVARISHHSLYKLDISRNWHLTDRSCSVFASFGLPCLRELSLFH
CSCLSESGLSALLLACPVLTFVDMSYCQGVTDQVVNVLSKLVLVQYVNMSSCPYITSSSVMSLVNQNQKLKQCLVDNCSL
VIREKLVCFVKTLMREIRLFFQE*                                                        
>Pbla_Phybl2_147915                                                             
MLASGLPFEIITYISGFLSTKDRISCTFICKAWRTPMQESLWCKVHVGNAKKLNDICDISIYRQNIYRQHGQRVRTLSLK
PYLRVTSEQLNIIQQNFQNIRHLHLPEKSLDIIHYKSVADWSCWKSLVHLEVSTLGFGFADEAKEFLQMLSCLPSLRHLS
YMKEFRRRKTLYGLDDFETLHTHLPQLEHLSITMDLDVFSDQDLMLIANVVPASNIKVIKFFIDNMDLRWLCYFARKYIN
VHTLEWNNYARPTRTEIFREEAVSMFASLPCTFQHLRSINMSGTSETEWTHITFWELLSQLNVPIKHITYGLLGNHMEEL
SEKIISKCMISCAKTLETFSISSNIGFSDPCTIPMAFDVCLCLVDLNIYVYSSPIALDILLDHCVVLKRLRLAANNLSIS
RRALEYPAMHGIRLIEFIRTKTNADVFSYISFRCRNLNYMRLDDMKISGPFSRDTGNLCLDMPFTHFDILQLNNVQFFGS
EDSVCNADTSIHFMALVQLESILQSSTILEPSIQLSDSDHLMSTADSLWFYMDFYQEGSEEGFQLRVLNKDEIKIVREYF
MSFQENNKVLESKNGYRKFDKDAWKLDLYQGHATLRCEYVEILIYIAKFSSTEARLQSSLVCKSWRIPFQDSLWDTVDIS
CQHRLEYVCNLSGNENSIFEDNG*                                                        
>Pbla_Phybl2_64126                                                              
MSWAKQLKSIFARQWKKTGSPTSASVTRQALNAAPTLDCLPDEILLRVFEYLDFHTLYGLVQISRRFRQLAFYALEHYAL
PHIQLVTLIDQEGHGQWRAVHRFSGLDQHTSRATFTTSSMTPARRYKSSSTIAAPVVRTLSLLDLSPKANDSLTYCVDRK
QRRMSIRTCGVHEMTVKSWLGFKQKTFVASPWKLFYSVATSPTFRLSLILQQAKTQPQKKPSTNNSNNNERYITPMGMTI
QLATLTRAVQLKSSTSQNLDGLHNMP*                                                     



>Pbla_Phybl2_77598                                                              
MAAAKELKQTLKANKYIHKVDNVLLGVEKNKGICRSAMQKPPRKRQRRTPQISRLIDFTSSLLSDEIVLHVFSYLSANDL
AQCAMVSTGWSRLANDELLWRPLFLDRFRHRSRLNSCNVHPWKTKYKISHNWRSGNCQIVHSERKQPMPPCQPCIQSIDS
ILCQSNSGSQIEIWSLKKNRILGYLQALSHQEVPVTCLKLIKTSQEDIYHLVAGYEHGGMAMWEIEIVKGGYNATEWVDY
RPSARSADSVVSIAMAYPVVAICTAAMKISLFNVNQNTERKRLGLIYQLQSPVHWTPVELDLKLQKPSAGCIKDRWRLLV
CFGMGIGTNAYSIGIQASASHLDKNLTELLACFLFKTNEIIVSLHTLISSRHCSALDQDTFFFTPNLTNTTQPPITAIAY
DAPFLATAHANNTIRHYRVDITPDVFNLVFLQTLYGHTCMVTALTLDGPARRLVSADRTGLRIWDLACTKGVPMDRSGQL
IKWHQGVDYLVRLDLEHDEDYPWQIDWLCSDATKIVALKRPLVPDAAMSLVVWSFGEN*                     
>Pbla_Phybl2_70655                                                              
MASTLPFEIISNIADLLPKEDLIHCIRVCRAWVTPVQEVLWHTIKINSPTKLNAICYILASKNNTSGINHYTRKLLLVDG
LETSDTQLHLIQCHFQNLQHLFIERKCLSDHEFGKMADWNMWKLLEELDIDLDGLDSVNAKDEFLKILSCLPSLVSLNLT
QFWQKRNLAFELGDFEEIHTHLPRLKNMSLSIDIHVLSDEDWPCILAAEPALDLTHFKLKFGCMSYRWLFYFARKYPNIC
NLESEFFEHYARSKEGEDEAIMMFSNAPSLFSHLNTVDLNTAGYFERIHTLFWKISQAIDMPIKNLSHALVISPKKAYLV
EESVNKYTHSFSSTLETLSMRSTVPSSHLRPITPEFEYCPRLVELNLDKCFSSIDLDFILSRCKALKMLKMKTNLVTITV
DAHYTPERHSLQEIHISGASIGSHVLSYLSFRCRQLNSMYLDNVKILGNLCPESKNIRIKMPYTSLKVLYCDYLSFHPAE
DPRINDNMISILLINQTGNSQFPDEDFIIEDIVAHNPPYSAKLGWYLISRHPVPTDSKRFEMRRLQKEETERATECFIKS
QKRLDLSSNTDIQHPGIKHRFEYEFDKRLTNGYATIIFKDIADIYVKPNVAKVTWAKIK*                    
>Pbla_Phybl2_171390                                                             
MAFELPIEILSKVAEFLSPKDKSRCIAVCKSWYTPFNMALWNYTTIFNQKKLKAMCDINSIEGSTYQKNGQYVRHLYLDR
HTDASSHQLRVLQQLFQNINRLDISYFHLRKAGFSQTEYSNPWKALSELEIYLDFSEENITRGFLDVLSDLSRLKRLVCS
SHFQELDTWAVKFGPKDIDTLHTKLPRLTHLSLHTELRILSEKELETINNTIPAANITKLVVTCKVMDYRWLCYFARKYP
KVETLRWNPNEEDENQRNKYNEAVLMFESLPYAFPRLKRLKISQGVENEQGYLVIWELLRPFGTHINHLSYKLAHSLDEV
KVLSKILKSFTLLCFSTLETLCLRITSHSEKTSNLFDSFNCYPSLTDLKIQLYGTYVALDILLDRCAVPKRLKIQGGEMS
GTLKDSVNVAPHGLRIIEFTNMKLDSATFQYISYRCRNLNYMKLDKICIYGGSAGKSNNLFIDMAHTHFKALILNRISFR
LSYNYDGFKDSINLLVLSYPLEYFDPNISKPANIDISNKTQHTIKSIWIHLSWSYTYPWRWKQDFRILGKKDADQIHQFF
YPFDFKPFSKVYGNNRQLPDDYLYQDHSTNFSVKSHLDNKIREDLCRGHTSLDFRQIDKYSIGIKANDTKYFRGDIKCLV
LD*                                                                             
>Pbla_Phybl2_159626                                                             
MSQMLPSEIWLTQILPRLQVSSLVTFGSVCKHWHALAGDDLVWRDHAIADFHLVHSYHGNHGWKDFYVRLLDSVVYTWGE
NSAFRLGHSQGRIGRQSRVFHTAIPQKVNTLSNQAIAVITSGHSSFHALDGYGKIRILTKASIIMEP*            
>Pbla_Phybl2_148993                                                             
MGMTSLQNLPSELLFNCLSWLPLRDLATTRTVSITLQHFCDDPFFWRHLWLEPPEKPSKSIALWQLPDLKALIEPHLEHI
QSIRIRGVRDNIVRYILNNCPNLEELTICGWTTLSDHAFKFTQPLSSLRRLELVGAANQTNFTSLDATTLGRLLTRCPGL
TELLLGCQVHIHAPTFITLLKSTSCLPLRFLTLATRRTWSSQHLADLMILCPRLECVSLLSAAAAGFNIKEKDTLGVHSW
IAEKHHLSVAHPDTRLDEDDWTGVLAEDVTLHRSLFC*                                          
>Pbla_Phybl2_66236                                                              
MTPFIIPFDILCEISKVLGPEDIGGCSLVCREWNTVFIKILWNSLTIRDEPHLKALCEIVSTPLGQKKKYNYVQGISFSN
DVQVDEDQLKTLQKAFSCLDDLSIGYESLSKINLGTNSDWDHWKSLRTLELTVYTGTDGKDIAEFVSILPHLPSIEDLFY
QRTNGCGRMCLGDFEKIHAHLPHLKELHIGTELSEISDNEISILETHTPTHSMKEVSLNVDPVDLRWIFYFGSKYPSLTR
FIWKDKPDSGSPNIHMDETLGLFRRNPKVYFSNLQYVMLRGNSDNHALHTLFMFLLKQLQSPFTEFNYIAGGEPSFDIQG
IFMSEILSRLPDTVDTIELDLEDHPENPVVLLNGLGECPALVSLDITAQNITFDVDMLLDCCQALKYVTLTCDLSISPEA
SLVGATHCLESVYFQISRISSAVLSRISSRCKNLGRITMHATRVECNPFLTNGSALLDMAGSHLNTFAIGGAKFYAPIND
SGESIRIHLIAVTQSDQASSDKNHKRRRLSNGQSSRGIAEVKWFHLARFSESCKTQCTIWELNETEVKYTENYFKSFKAE
QEQYVEGPNNPSGLDYLRKEDWKEDLGRGYLDLRVASIRITQL*                                    
>Pbla_Phybl2_172379                                                             
MSINLIFIKPFQNRKYIIETRYTTQILYRICISGICVNKRKEERKQERKGVVFISYFRVAFCNRNNSKNQKKHLGYSKAL
SNSYVLLATALKLKAQSLSLEAQRTTETPLIYGNWRAILLLQVEPLIIFTQSHPSLFVSMLLSKLPPEVILNISLFLPLK
DRDSCCFVCRAWKGPFQESMHYDLTLGSIGAIYNSWEELVDSESIKQYTGTLLRSLTLSDCRNLSVQQLGTLQRTFPNVK
SVWIQKLCCSSNLFERETDWLLWRSLTELRVDILLYRTIHVEVDNPFLGIICNLSMLTRLQLINSVHYESCINQIFRLSE
FELIHTRLVHLTHLELSSRLLSISGTEIQRMGEVSPANKIKLFRMISSKTDHQWLYYFAKKYPNLESFNFSTISDELESE
KQRNNIISLLQSLTHPFQHLKALYLGDKNYLPKEYLLYYDMINCFKPPLERIYIYIFQRNLFGNLSKPLSALNKLFRYMC
SSRLSGSLKDLCVLCPEVLIITTLLIKRKDTFYNLVHLKLSCPFQPFNLDDLLDKRNFLKTLDLRFAKIEINPKALKRTK
RRSLQSFTATRSEITSDVLRYLSFQCRDLNTLYLHRTKVFGKFNSTQGCHFIDMSYTRFNLLRFVSVPFIIKDNPINGHN
INITLITRPVDDIPPKNDDSVETLPISFESSSFKVHYDWLYSLNSSMRPLPKAASKNAEEFFMNFEDNKELFLNTYVPNP
RTEKINLNKWKYDPKCHNKTDWKLKFIYGYTRIKCGYVANFALN*                                   
>Pbla_Phybl2_149633                                                             
MSIPRIPFELLYYISGFLELHDLSQAGLVCREWNTAFMEVLWDDVRICSTTDAHGFYSTLTCHTAGLRSYRKDTSRLTLH
PNATDAIPKASKANIFHLLKDQTRSHKNIGIIGALKSSLKLAWETFQIFGPSRSIKPLTTDQALFILCHLPHLVHLDIAS
GNRINTMRFTWKDIDVLHQCLQKLETLKLGVKLDRISPQDNTMISRIDRAPKLLTLEFTSKEVDLGWLYYWENKYPNLRA
ITWINKRGIDTSLNLPHNEQTDTGRLMSSFRYLDTINLNYRDGHGRMTHVLLDKLHELNSPIKNISCSIKIRICDLTDGA
ETTDKIMMFSKTLKKLNLEIQGRSQDKLAISQALCHCPFLVDLKITAPYMTFSINHLLDNFPSLKSLNLFVRSVDIEPSR
PFVTGCHGLRTFKMCNTHTVYRLFSYISRRCRRLKFLHLHGVMIPSKSGEVNNIIPIKMKYSCLDTFQMENMRFSFRANC



QIYDDCEAAVLFRVLQHNPLVPGRQKNAVAWYRKYFSPGTKIVTSEWESIAEAEGDSNCKEFSDIKNEKRIILAGYVSLE
CGSVKNILI*                                                                      
>Pbla_Phybl2_2967                                                               
LPEELQIKIFGALPIQDLVQATTVCHAWRRLAYDGSLWTSIDVTIFSNIIPEDQLVQLAVNAGTFLKSINLRGCSHLNGY
GLRSLAVACPNIQVVYLKDCRGLSTASIGFFLQLIPSVCVLDLSGLDSVSDGILQTIGSHLPTLEKLNLAWCRKISGKGI
PALAEGCTMLRHLKLNGCTNLDERAMHSLGELPNLTHLCLTSCVSLNDTLLLKFLSRSTAPLTRLKLSRCALLSDISLRN
LALHSTKLTHLELAGCILLTDQGFSFLAPRITGLVHLDLEELLHITALTVKSLANHQPNLRHLCLSNCTQIGDDAITHLV
LHGICHNLSHLELANCIVTDTTL                                                         
>Pbla_Phybl2_149701                                                             
MISKLPREIILIIASTFSAKEIRSCSRVSKEWLQIFEYFRWIHIQVALSTLKTLKEDEMTYWKDNGYRSRYLWLIYKEDH
ATKGKPRPRPKTKDNDDNGDYHIENIKDAQDYFPNIKSLRFDYDEKRFPISMLFENGHGWSSLTHLKLGSFGESGTIPCD
DLDGFFQCLPNLTDLRLDSIDIGSCVHFDLNQAVTPAKLKVLEIKNGSVPYRLAHYCSRKFPELHSVVFDTIDECRISDV
YSFSFNGRRDFWTGKYLLDLEAADIRIKDSGGNAYHVRCALWNLEKLLSCPLHKLSLTLSVHINQNIIMKMGLFSRIPAL
TRTLRALDLDISTPLDKPCFSLNLSNAPCLEDLNIRYLGGTIDFQDFLSKSPVLKRAILELQTLTFRNKLDEPHGLESIE
LIGLSITSEVLENISASCTQIQTIKISPAVDNISTTN*                                          
>Pbla_Phybl2_188430                                                             
MNPSSSITSELDEFRDQWRKEVESQKVPQPHEPTPPIQEPLVQQTESLKLEPSDDEIEEEPMVTAMDFYIAAADLEKQGQ
LQKAIIHYRRAFKLNPEIDYEYKHHQATVVHSEPKVGNSSTEHIHPEDPQFRHAVPIGTEYKALSTRKDPLEDLIKLFQS
QDLHYQPAIEYKPVLIAKLPNEVIQHILRHLVLRSVSSVARFALVCKNFFLFTRSPSLWKFACEHAFRTPEMSLEDSQWQ
QHKHVQVYEGNWMRMFIERPRIRYDGVYISTCQYVRPGISDSSWGQPFHMVTYYRYLRFFPNGDILKHVSTDKPAQVVRL
LTPQFVRKQIFNGHFELDKEKIYIEMQDRTLPREEFRMSLTIKSTHRGRHNKLAWIEYNSNAIDQEGAFPYDLKLMKPYF
FSPVKSYTLCLRLKKLEDMMFLFIINLYPFKHSKKRGDKTKETKEEQEEQEAETKAGEK*                    
>Pbla_Phybl2_66658                                                              
MPFAKVFQQKCYAPAKLAVDQCGVDVRQLPNEVISRVLSFLPVPDLLSVCLVNPRFYLLAIPILVSRLRDTRECHLRLFF
DQESRWRYTVDMVLIKATTSKFTFVPIDASASLRLFSSKILRNPVLSKVAWAGKSFQSMSQPISQNFLSRSISLNIKQAG
HCFKTTDPKNKKYSFTFTHSVFNTPENTVKARPGERWVVPQLFECDPLFVCQRKGGWTRLFETLHSRPTPRGLDGQTFTS
SAKLPPKGQTGGLEEYGTLPNIDGAMAKSNLVSTTLNLVAY*                                      
>Pbla_Phybl2_149879                                                             
MTFPLEILQTIVGFLQDDQDELARLCRVSRAFYCLAAPYLYSSPMFSTIHGFISFARHLTKDNARHVQYIELQSANNRWK
KSIGPALQRVAALHPPVEVLDLERCKFTASDMIGVVRNLPQVRHVNMHFAYYVDDDMMRLIGQSWPNLTTLKISSTPITN
DGLVALGQCKSLETLFIDRCLMINETGLLGLADKAKSLKRVVARACTDLVLQPHDEELMKKKIGLVLTDKDYAESGIDDM
FDNIIL*                                                                         
>Pbla_Phybl2_150076                                                             
MNPFTLPPEIIAIILSNVSLKDLVRIERTSKKIQSFCLWEIGRRIKAGSSIDAWAILIHLGQTKAIPTRFDPKSKMVYYS
VPMDPIEIHAMFDHRRQIPCFVFCKESSQGQPISDPANQDDFNITVEQGMVEGKTVEVDVKGKLCQIHAALTRVPTPLSS
PTIEKTNQETMDVQPIAPSPLTYIVKVTEMCLPLSHLSAH*                                       
>Pbla_Phybl2_173135                                                             
MTSDAALGTASRMVASSGSAISLGQSVLHRIFSHLSRSDKLQVALVCTHWSRPALELLWSSFTFVREREFERVFAIIARH
NTLRPYATYVRSLQLTHADREFQVSPNIILLITSLCSNLESIAISFHHIRPSAPVAFPAPNLPNTAIRPILPPILRPHHD
HPSSASRHSHSLPLAHFAHNCPKLRSIRLVSYSPKTDDSVYEMAKYLKSGTLETVVFSGCTTLQSSTLCKLAITNPQLRH
IEIAGATPVSDSALATIADRCGATLEHLSIGNAHHISDKSMRYVARRCRALKQFCLFDNPDSERLSEECLVDVIKTCRSL
EVVSISNARALGALFFDTVIARVEHELASIDHKNKTLVGGGGCGGGGGLQRLCLGNVKRDIIQSPAVYKLIKMSATEAKQ
HNDDSEDDDDGEDDDDENAELSNQSASSIMNSPAAFMPKMTVIRGSSIWWQRRRPLSKPKTR*                 
>Pbla_Phybl2_150608                                                             
MLDNLPEDIISSIIHLLTQKDQATCVRVSRHWHNIFQSSLYSTIQLKNERTGNLFLKSGVMDISSTSASDFRYLVRSMTL
RWAIGQKVYPWRLLLRSFPFLEDLSVSSMLWNNLVKENGALPNLTRLATNCKYTPIDLSDVYAKNLTHFSAMRFQKRLLC
SLIIKMPMLKDLTIQVIQHTPDEGSPSLEFQDIDNIHGSCKHIQTIHLRNLTLAGNALIEQSQATTVRYFKLKNVKVTEP
EWIVYFIKKYPRLLKISIQVIRAPWDDQFNPRMVYRYEDALGEIKSGFIWSDLEILSLSNITDNKAYFSTLRLVKLLAPS
YNLKQLEIYGSRVKPFSVDLNINWALKNFSGLRVLKLNRINVIYTSNASFVNSCLTHLELDINQCSDELLKLVNDICPQA
HHIMLM*                                                                         
>Pbla_Phybl2_150685                                                             
MSLLGLPFELLLSVLRRLPGSSLAQLCLTSREAYETCVPLLYGHLRLSYRHHVRQLAIGMQHRPLLRKTIELYTQKVTLR
PKQSGNHWLVADFCRLFPELKQVREVVCSHFGFLSVDRVRELAGSLPQLTHVTLNHCRLVATQHRGEIRETEWGSTDTSG
IDDEQEQEVIAPTPKSEEIFERVCHLNAQWTDFSVGAATQLLSSMPLLGWIDLGANHNRIPTANDGVVASLWEHCPRLRH
MSISLQQVSESTLCELISKFGGQLETLAIRCDGLETLGALATYCTRLERLVIRAANTPWTVEFTTTPPDEEITNTVVSIL
QHCQGLVQLEMVSWVMQDVPVIVWRAMDTVIERQGPCQPLSLSIALQPHKTCLKPKPSTEDPIQGYPHGTIRKTLRLEQE
VLQEIRKEIHSLVLTS*                                                               
>Pbla_Phybl2_150713                                                             
MTLRRDSKRKSTTDRDSLRQKLMTTNEEDKASSVLQAKVQYRTTLSDDCLEIIFSYFTDCQELCQIASVSRHWRAIVTDT
RRQVWHRIRMSRSFFISKIRFITRNPYAVTHLGQTRVLELYHNLEDEDDEVKDASNMMRGLPRFHNPFENLKQLWLDGMY
IQDIICLLRWTSELSVIWCTKIPFHQDFLQFTFFERHQTLEQLCIDFRFETIFDGELFSLSSTETLVNRFRERSNGLPPS
LRTLRIRNIVDDVLGDDVLGDEMMLLGKYLPFQFMHSLRSLSIGRCDGWMARVWRECFIPCSTNLENVELLGFVKCDDED



VEAAKADFIANMKRLRRFELMDSEVTQAVMDGLGRLKKDHQIGIQTFSRNGQTHSREGHEVPLTDLHLGYANHLTLWLRV
F*                                                                              
>Pbla_Phybl2_127760                                                             
MNLVGPEDISPPATPPSNSPARPTQRHRISYSDFSIGENAAQLAAIFDDHELNHLFQLKTSFQQLTSQQRQFLLYEIINC
CDNSQLAYLSNLIAPRLKVDFLKELPIEISLHILSFIDDPKTLGRIACVSTFWNSLLKDEATWKALCMKHQYRRRNSSIC
GGELLDPPTHRLNFSYREYFKRKYNIAAAWAHGGRVKVIEEGFSDGLVTSLQFDEKYIVVGCDNHRIEVFDTRTGKKVRS
LEGHEGGVWALQFKGGDKRDPERVLVSGGCDRDVRVWDLDTGSQRHVLHGHTSTVRCLKMKDKRIVVTGSRDTTLRVWDI
KRGILLHALIGHQASVRCLDIAGNMIVSGSYDSTARVWDLQSGRCRHTLAGHYSQIYAIATDGYKVVTGSLDSQIRVWSV
ETGQCLNTLRGHTSLVGQLQLSGMTLVSGGSDGCLRIWDLQSYECIQQISAHDNSVTCLQFDDRRMLSAGNDGKIKLWDI
RQGRLIRTFTQPAKTVWKIQFNDTKAVVVMQRQRSSNSDAEDGKTVMEIHDFDVMKMPPETQDADVLMGTHFM*      
>Pbla_Phybl2_118073                                                             
MLKTFDSLTPSQRDSVFLEILKRSTLDSLQLVNGLILPVLKRDFLASLPHELGLNIIRRLDAPSLCRASCVTRQWRRLID
GDSQTWQTLLAQDGYSADVTSLSNKFSTTQFPFHPYKAMYRHHSIMSRNWELGRAKRTVFSGHPKHVVTCLQFDDEKIIS
GADDYLINIYDTSTGKLTSELKGHEGGVWALEYVGNTLVSGSTDRTIRVWDIARGVCTHVFAGHTSTVRCLQIILPTLVD
GRMEPSQPLIVTGSRDSTLRVWRLPQADEPEYHGVGPNPWFVHTLTGHSQSVRAIAAHGNLLVSGSYDNMVGVWNVQSGR
LLHRMEGHTQKVYSVVIDPKNNHCMSGSMDNFVRIWDLNTGECLRILGGHTILVGLLGLTDRHLVSAAADATLRIWSPDS
GVCEHVLSGHQGAITCFQHDATKVISGSEGGLKMWDIKTGRHVADLITGVTSVWRVAFNKRRCVAAVRK*          
>Pbla_Phybl2_174029                                                             
MFNVRNNNKNSVFLVALEAWFAFGSSNIPNEILTKIADYLSTKDRLSCALTCKEWRYPFQRVLWRNIRITTIEAAKRLVA
TIQESQRESISLGLSVQSLNIPIYCNMEGVQDTDILMYLPNLRHLDLGNVSYVDIYTKTTRSYSVWKSLESLKFVSNKRE
WIRPGKNLLEFVNTCCRLQELEISASPFNHRIEFSVNDFDVMHQNLRQLSSIKVDMYLNPDFSSALGKIPDTRPAFGVKS
LNINSKKYVSRYEYTNQWNPLWLYYFGYKYPNVHTLKIDATETCHNPITSDQKQKIISLFQSNPNAFKHLETFHFANDRY
FESSDFFLWDVLWALRVPLKHLDLDATVNQGADHSHTMDIDRILQSFSRTLETLSLKGFIYFESSLNPKLRLSSYYPLLT
YLCISGHIVSIDLDDLLDRCVALKQLGFSGEELFVTPRTIDNKPKQHHALQILTLFECTTSAKVFRRLSFRCRKLRYMAL
GSLWITGSISKKTGRLFIDMPYTLLQDLHIDQVQYITSNQEFDITKAINMTHLTQLYDPILADELNERKRKEAADPKAPT
MISHTICWVYTYGYFVTSRYHRQGTYELLEEEGDYAQQYFQDFKPKKTGIKLRDGSYFDEDEPETFWEYELFKGYGEFRF
GKVADYITGGIYPPGNYDD*                                                            
>Pbla_Phybl2_183507                                                             
MQVSNPPLGDQALLYLKQVVTNCGHVERQQLLHYLENVGNFDIVGHSPRHISTQILKYFTPQELCKLREVSRRWNLKATD
NELWQAHSVSYSMLPESHHLKSQTDFDQESAFPVYHDLFRRGMTTAKNWETFGSKRYEYHFHMGPVLSLLALDSSRIASG
DIDGTIHVWNMRRQAYVDRIHAHKSHVSCLARSADVLASGSSDKSIVIHSLPDLKLKTRLVGHEAPVTSLAFGECGSYEG
ILFSGSVDRSIRIWNIWTGSGSGSGKDSGNNDERFGGGGDGSGACIRVLWGQENTILSLVYISPFQLTQDQTPFERQAVA
SNRAGWLLSGSTDRTMFLWDLQKSKRDKPRVSHSVMEVHGPVTALSLYAEWNNCSMNDQTPPSNPYVKARHPISIPPFVV
CAGQMDPTVTLWSIPTLAPTKVESPISHNGTIWAIECAPIHSKIITVSGDRTVQVWNLKAPKTVMLLEGFDSAVVSCSIS
TQEDLLCIGMESGAIVVYNLQEFENSTGD*                                                  
>Pbla_Phybl2_174590                                                             
MTHEFPAELFFIIASHLTRSDYINCSKVCKSWRKPFYQLIWQTVVINHRRKAIYTQKVSNGINGLMYIKDTIPIYEVIEM
SSIMLPNYRTNGAFTRKLKLGPLILASNAEITEIQKYFVNVNILFLYPLSVSPSVFMKKVYWTAWRNLSYLNTDIPYIYG
TRKAQTILNIAFCIPTLNVLVIRNIDYETSDYFSVDDLEKLHHLLPNLTALRIKFSIAPVTVEEFERIACPSPAKMMVEL
DICYELTDFSLLYYCALKYPKLEIFSYKALSFRIRPLPTLFENIEGPFERPVRDLMNISVQYQGHILNKLRRLPPFFQNL
KSIVLKDRPTSQWQSHMIWEFIMKFHVRITKAEYRVKGLRFKTSRGNPSMPMEMCLNACSDSVQRLCLTCCFIPYGPSIQ
IRRFDHFPCLVSLIIKLNYRVEIEVDYILHGCPVLELLLVDGDVLIISTENYNNIEHNLEEQKDISLLNERIYPRSHGLK
HLLLGRLSIMAYILYYISCTCRNLETLEFHWVMIYGLMSQTKELEINMPYTSLKKLVIDYVNFERMHKGYRKQSYSSPHK
INYFMIDTIDNRGPDSNGKKQRYERQKPVSVTGFNSSSWIYRPVFFETYPSGGRMWKVCLFYVLIESINFPQETANTRAD
DARPSLEIRHTIGFSENNHTNTLLSDKRYRQYCASFLFKVVEEYCVNMPVSE*                           
>Pbla_Phybl2_174840                                                             
MSAPLPYEILSYIAKCIDRNTQLTCALVCRHWTEPFLNAYWNFPLINGTALKSLCKKTNRNNVHLRNLHRTRGLNIYDLT
EKDMKNFPKLQQIYQNITRIKYTESTRFEPILSTIDWAPWKTVIHLEIDYDYTWTDPVEDILFKLSAMHSLVHLIFDTSS
AHMDDLKGLHLSWGDMEQLHGHFPRLEYLETNCLLTPMSYRVLERVLELPPASNIKHVRFDNDAVSTPWMFYFACKYPNL
ETMRFVEGDREPEDVERDFQSKYYQGDLLILSTLDRFFPCLKTAHIFTESWNGWPFSLFTKSLKHFGVKLEFLVYNLNIY
SADWLALSNECLEHVASSIRIMYIKWGENMIDKRITDDFVSCPSLIELHLYTRSQFEIDVILDKCPELRIFDIDIDGGDW
FENGQLQLDMPFSQLSILTLAEFYHHYKRTFNLFAFEQTGDSSTDTSANLLEQTDQLQLPHLKWYHVCLDRSSGKEKPAI
WELGSQDIDSVKKYHENYFENKQHDIIQEEEQEKAKKTSDTRLVPRSDWKRDLRCGIIIVRVKSVEYFIFEGVPVTHDH*
>Pbla_Phybl2_183766                                                             
MLVSTLKQSRIFELPFEIIVLIVSTFSEYDMKNFSMTCHNFRQLSFDQELWKAMYETRFTTDKDTVIKYSANSLWKQNYL
KKATLRLSAVDDMEISHMNTEYWETEETESSIYGHVAKLNLVCWFKMIGNLESVPPGEYKVQWRMRVVSNSGWTDSFKFR
VSLKEIYDNDPITDDTHCMPFEFYENPTIVGCGWIVITLPGRFVINKKLGFSKVYFSHDDITSPWKYDLQEFDWVRLIPI
SPTAKYDDSKLYVKIDNYNRMVFVKDDSILGNIYKFQD*                                         
>Pbla_Phybl2_175051                                                             
MLVTDLPFEIISLIIGYLSTKDRNQCSIVCQAWKLPSTEALWKQLNIRSKKQIRGLSSIQQSLPVQTLCLHPFLSINPQQ
LFWIQNHFPKLRSVCISPEALHPDCLDTTLADWTLWRSLTKLELCTDNLRVPKETILYTLSALSSLTSLSWIQSTDGTSS
PPFGWKDLEALHTNLPRLVTLYLKARMDQLSAEQIQLISRSQSFSPARCLTCMTWEVNTLEPHWLIYWAYKYPNICSLQW



LTIDHDTKFDSGTEIITLPETLPSSFQKLGNLTLEGVFYTHRPQHALFLLLHRSNVHLKSIQCSIYINQRGSQKIPSILN
DIMQSSSSLQSLKLNIHGDVDDPNLLPSLFKTCPRLLVLSIRGMRMHLSLDRILDKCVSLESLYINVSRLHVEATAPAHS
IQAIVLTAGFLNSSELTFLSKRCTELKTLGLVDLILRTDEATSHGQALSLDLSSLHLRTLCVKRVMFYKSNVGTDRPKLQ
RLALVLPQTSILNNDERPQRIPHCERMFFTDNTFCETTLKTRIIKTCFLPKPIAGCVTAKVRYDRKDMDL*         
>Pbla_Phybl2_189330                                                             
MATKNRTKDVPPELLIQIFANLLHPLDLLQCALTCKAWSYRALEILWIKPPIAHPYSWDLFCQTTKPGNITLFPYLSFIR
RINLSTLSVAILDDQLSQLSKCDRLERITLSGCSNLTDLGLLKLLDHGACENLVSLDLSDITTISDLTILKVAEQCPRLQ
GLNLNMHKDTQDRFTRITDASIVKIAKSCRGLRRIKLSNFAHVSDTSAIALAHHCPGLTEIDLMSCSITNTAVHEIFLNC
RELKEFRINQCSALSPAAFTQSALSSIPPPRIQTQYFEQLRLLDLTGVVMLTDEAIQKIVCAAPKIRNLVLNKCYSISDA
GLLAICELGRYLHYLHLGHCSRITDFSVVQLAKNCTRLRYLDLASCSQITDRSVTELATLPKLKRIGLVKCTNITDQSIY
ALTSHIRIATTLERVHLSYCSNLSVRAVMQLVTFCHRLTHLSLTHVPAFLDTELQKFCREPPRDFTGPQIRDFCVFSGKG
VRELRHFFHSLSHEEREVRYPFPSPINTAYRRGEDTSATRLSERTPQ*                                
>Pbla_Phybl2_80494                                                              
MCKLSSCVTLLFEDERVDWTDWIRKKIMKGFLLAILGLFLGWIQFWIHCCVHIAAAITAVIHISSALNRKRRNTDYTSLS
SESSSSSAVSQNNSRRQRSFQQSQLSTQLLLKQQQKQKMYRTQQNQPEAKKRPSYVQRLPNEVLMVVFEMVGTGGRKADL
LNCTLVSKLWHDLVTPVLWRAPIPTQPICWLSSPSTLALLSASSSSSSSSSSTSSSYSFYSSNSTLSPPSSSSSSSSSCF
SNSNGLRSNKWHTSHPQKEEQKPYQTYSKTSSPDMEVKDVHRVSTGFPIHLPKYGHAIRNLTLSSPALHITDCSVRHILK
YCPNLVSLQLANCRHITNDSLRSLSRAQCAPHLRVLNLQNCVQVSDTGLTYLAAECSSLEIIQLGGCVRISHQGVTHLVK
ASSRTLRRLCLSDCGRVTGVTIHQIAKLCRTRLEWLDIARIGAVQHADLAALVSYCPNLTRLNLARPKSMLLRQLQQHRQ
EQRRLQHQQYRSSQQTQTQTQNDDDYMLPLLESQVNPLDELIDMLRRYNVQPAISSLFAHNQRFEQQYQQLAKLDDVSDA
SLELIITQLPRLAHLDLSHWTCLTDGAICVLAKHGLALTHLNLSGCKNITYRVFGYLSSLCHRNEKLTNITLGEFVPLHE
PPPLAPTNPSTANTSPANTSPALAALAAAVATTQARRRVRRPATGTTISTTTISTTSTTATTTIRGTGSSSSI*      
>Pbla_Phybl2_73190                                                              
MSNLNQTLTIQLIPPEMVELIACHLDICSLMNLMDTCTQFRYQFLGSTYMWRRVVFDLKYGDLSAIYAALRRLRDSNGLR
LLVREVVMDSTDDSMFSPLVMLVKFPNLHRLYARNRRFNTKIKEDTKALLDMIKSGTIKLKTFELERIEIYHHYMTTEPY
LEVFQRTIQRLSRHPSVYIDIRMCGDVSEQQGTQPKTQTQTQTQTQTLETDQLNPTQSSPPCQKIVSKVAKCWACDYHFK
QCWMCAPFCGGCNSRRLPPMVNDQKKQQNLINQRLLQQTNALRQQDPVEDEFSVFE*                       
>Pbla_Phybl2_153323                                                             
MPKTIPSIKSSELPYEILSTIAFHLSIEDTLSCTVVSRAWNGPFQDSLWRCISIKRPKTLATILNQFTSGEATYRSSDTC
VRSLYIQENACPNDQHMHVLQQRFQKLKDLYIRTHDPDFLHAKIPIDWGLWKSLTNLSIVWMAADGQSVVNEFLKVISHL
PQLTQLDLSITVDVESHVFTWKDMEALHDYLPLLEDLTLTAKFGEIKDEDIRQIFFANQASTLRKVCFGYGSWKPFWVLY
ILRKYPCMHTLEWRAYSNRALSHMDQFELMLILPSLPHAAQYLEVINIQTCSDILYEPVSNGVMLKVLRRDGKDIKEAYF
STVGEGYQNDFYILNRELLRQFLFSNSAALEGFTLDICNTRNTPISWSAFHSCKNLLELNVHALENVSLNDILDHCVSLK
KLKLRSPFATSENFVSGNHTIHGLEVLVIEDANISNESMKYLVFRCRQLIELKLRGVRIKTVIPLDNRSISFDVSCLCLQ
SLELTDVRFYKHTTTFYETTGTRINYIALCLQSQITLPEADITAIATFPSTPDCTKCIWILQCTCSGAGNKHNCTRILRD
DEASYCHEYFTMCQKSTMNNNNIQQLHLPKDKPAFIKANRNFNLSTGYVNMLYRHIDRQAEYSQLRIAYQCFATSMEGKD
SVSFKGQHAGFVGVLYRALRNRRMGGDLLVADVGEFRKSKPILNHLYSRIEHGSLYAGI*                    
>Mcir_Mucci2_104595                                                             
MESLPKETFLLIQSYIDIQTKLECLVVCRKWYNWVKSDSLYTKLTFDNEKRLERAIRYLYHQKCKRSVRELEIRNIYLPA
LLVTTLPDTFPNLKSLTIVPFDSADEDQFTSDDLNLLSFDLSVQKWITLEKITETHYLPITVSLLKSPIPTHLTSIKLTY
AWDSSYSEATEASYVENYFKVQSLIKYLYNAPLLTCLDLTNIFITLKDMENLHANTPNLKTLRLNKMLLCLHTEIESVID
DVYIESTKNGVDVTEKASNIEDITLSTMDSVASEDELNDAVIIKWLEYCGQKYSDLHSFCFHRAMDDITSPTGFKLEKPL
ALACRNWPQLKSYDTNTCPLSIEIMKEFDDNGVELNHLGISGNRVTLEEQLLFVQVSDQARHLNSLKIRYSNDSFHHQSG
PNHKWISIISAFRNLHTLNVSSRVEQSEYEIDMLPMVLREVPTLKYFTIGRMLANVKVENTPTLTQPTLLEHLTITRCGI
TNDKELSNCNAIVNNVILFSPNLTTFIFETDGYYENRLIHCAKKKRKNMALELNFEHQDHLKNLEVNFEESQYFKLYNAD
DKSQWYYQKQFFVGQPYLRVTNFKKISGLPHGKRLYTKVKLCNNKTLTINSRRFISNEFAS*                  
>Mcir_Mucci2_157978                                                             
MTQFLTALPSEIVQRIVHYLDQPDVVQCQCVCRSWYKTWIQFIYATVHIRGKAQFQSFFYDTLHTSLMDASYSTGYHIRR
LVIESGHIEPSVLGQLPPLCPFLEVFKFDGVVLGQEARRESFQYYQQRRNREELDKVRHNFALWKHMRELVELNGITVAH
ALLQQPATQLTSLSVQFNNQNDRTNSKLSLIQSLHHAPHLQSLAMERIYLTVEELELIHDSCPELVSLHLLNTVLLPMST
TAVQEGQPHIRPAVDVRRFQFINGSFCDDVPRWLNYIAKKYIHARRLEIGSCSFFAGAREQEEDEDCHAQLDNTVYEPQL
LQIAKLCSKLHTFKMQSFCLPAPFFQILDQQATFLNELTLGDGLTNSLALELKGLLKSQQRHSIKTLTVLAWPLAIDIRG
SHALMSSLGQCTHITTLNLSLGRHFHQNDIMPASSSSTASIDNATMYLDVVLAQCPQLTHLSISDAKLACTNAMLLPAAH
TSSHRYTLASLRLDNVLIDSGSDVFCTIAVHCPHLVDLYLISTIASPVYHNTRNFNIYLPQHQLKTLVLDRIRVSRKCSV
RLGTSRFKIIQDTRVIWYDLISYECCTSRPLSRHVSEEYSSSSNNMSLERMRARKVKKIQDADVCYSSLDQSVYVSVVCK
SIESLHLTGLCIK*                                                                  
>Mcir_Mucci2_158009                                                             
MDKLPVEVLVLIASYLDEHDLFVASCTCKKWNQIIRNSCLYKNIDLDYSSKHYFDAIAFFQKYRQYGQKVRQLFATSGKT
IPLKEIRQWPLLFPNIITFKLDFGSHNQQFNISSLDFMFPIEISSSDEDDDDDDEDGNQEHLLEPGDSRPVESNFALWQR
LESMYECNRFFYTPTLLDSGIFGRLDRLTIDCEYLRVTAFPELVGRLKQAPCLTTFAAHKAVIRIGFLEQLHQNAPFLEN
LHLFSPIVLWDTSDEENDAIVLPALPMRTLILYEVDTTRRGRNGMIRYITSKYPDLESLKMKRWEDNFGEPSIETSPNIQ
PEFEDAIIQLAQQCRKLQTYNVDIHQYTPAILSAFDEVGSLKLKSFSSMASNIIHLRSIANSKQKDYIERLDVLVPHTSE



PDLMSIINQFTNLQSLILIPSPSLGHIEDQDFTLDVTLDAFLDHHKKLVNLKLCTCKVRFSDKFNAAQHRSIIESLEIVS
SVIDNPSPQHPNVDLADYLSTSCPDLKILTLSCNFRQPLIGPQDYFINFSNQDIQYLCLYLKGYMSICIQDLQGETSWFS
LLKRGSRFVCCREEKRPKIRRVTRSKPESGIIYIKCKDNDSFTLHPGRDPNYVSYFG*                      
>Mcir_Mucci2_77290                                                              
MTTTTSWNTLPLEVWTIIFSHLGSAKQLAKYRLVCKAWDPLIERAMFSQPLTLIDERRIVRILNVLQQKPSICRHIRSLD
MTCCSYLPIRLQRTLFNRIQRFKNLKELRLTTTRVRYLTDVDSIIGKYPRLKSLTLALQGVILPQANEDDFLTWMLGNVQ
PSVSVGDITVNCTTPDASLIEYLLFKYPNISSAYFEYVEDGRFGAMQRILNHLQAISNVEIDKWWVKNDADLVVAVLSAL
KSLENFVAIRRSTNRLISGQDLAMGAHRIQTRDYTRFYLFVSEEAVPQILALVNQTLGSLGNLDIDYRDNTNLSNLPGTQ
DTSTFDRFFNMISVARRTRLFGTHIPRFQLPAGNVVMSTSLHELELCGCIINGRVFSVLDQVAPNLKYLNLISCILNIQR
TQNYHIKMPSSDLASLSIIIERSFRDTICGTYDVFKLKIADLKLRSLWLHNNMIGTENKQMVSLLVSTMSSTQYFALKPE
TPTALRAISEQDYLKFSADERPSIVIECRSLGDLELNLGALKLDLKIDAERPIESIEDWI*                   
>Mcir_Mucci2_158117                                                             
MSSTSTNSNWNELPSDILQTIFEYTRSSVLQHPISTLKEATVVCKDWMKPAQQVLYRHVYLDADNVARFIYTIRGRYSVL
AKCVKKATFFPGFETLKDTTPKLNTIVLLCQDLSEMHGANSTLQQLVWSYLKENYTFPLQLQSIIQHNQTKTEALGALYA
DVALKYKETMTQLQLAIRDSGSPLHNTHAELALMYKLPLFTSLKSLRVINFEENRLLDLNFLIDSCGGKVSHLCFDSLVM
LPFTSNTPGLFIEPNTAIKNLTIDYADIPARCLDYLSVKLPSLDNLQIAANFDTLSFQDGVQWWTRLERLCLRPSKYSIH
TNLITLTKAASLLQQSTSAKIKKLTIVTRDSPSPIGIYKHYNTSLFKNDTTLELSLKHFAVDSFKLDTISAPLFFYEPNI
IKIVSENMDVFYDKYMVRIPQLTPLSASTHAMGRYFTPEAVTYKIRRYLARECNDRNWYSFQMAIHMISLSRAFSTLHFD
RMIFCDVPSPGYRIHRQELKLTHVYLTNSIIYYKMFYDLSERLSIIHHLTIDTCSILMEEQYSVRICLPFTKLTSLRYKA
APFLNATSFSTLSPNETSTFENDDLLNAVETNNGLIFKIETAQGIYTIRKKGDLYIPVGGTFRHLLSGTQSLFLVWIKCG
DLDELIFDSNGKSSVVWKKKVC*                                                         
>Mcir_Mucci2_104828                                                             
MTSNNPNNNHNWSDLPSLILCNILHYAQRSSKLELQNNAALLSACQLVCKGWSQAAQEALYKQVHLGSNTLHFLNTIADA
KKLGDFVRILVIEQGILDLGDVFDFLEDIITHCPNIEEIYSFEQAVRNDVWTYLTSFKKAPQHLKAFTTATSDAASSPLY
SPLALRFEETLTHMQINVNTALSSNTEQGFHSLLSKRLNHFVSLQQLRVDHWRVKSWQDFDTFLNRCSTTLRELVLVHLD
MSSNRFPPEYKFTQNTNVKFLKIGASDVPAATLQYLKSKMAALEKFDLLFVTFPDGSPHDASIWWAYLMEMCKNLTSYNI
KFAHSNYQDIYQLRNCMKFSVATTAQWQDTKKKTVCLAFNTSQEEDNVIALSKSWQTYTIHLEYDNVGYLELISQWMGIY
LPHYIRIEGKNMDSQYQTITIIDAAQTQEATRSLLERMWNHGNLRMFFTALSFVTGKNVTALHFDSIILYCTYLLGNSTL
SNLQVSSLKFSKSILHHRALECISRTFVKISKLTLDTCCILMDNPFQLNVRLPFTEMTALELSVNPFINATSWSPHKKQM
YSNCCNSLENLCLQRAVAEDGHLMVKIETQDKTHIFHKQGAGDIKKSCINPNCIESNAFNFVIWIECKQLEQVRIRGGEH
GLKWNVNLLE*                                                                     
>Mcir_Mucci2_158341                                                             
MDKLPLEVTLLVLNHLSLREKQECAQTCRSWCTYIRSNGLFEKVALHAAVTKEDSTDADSDYYLPMLQFFEDTKYGKSVM
DLSINVAVMKLEHFARLPKIFPKITKLQWSGEVPVPYDSNKDKATFETAVREWKHIKSIDDGSINHEITNALLSHTAAAT
QLEDISLVYPEEDPYECVEFQWDTPLYLAKNARSFTAVNAPYTISLLRYESNAFRQFTTLKLLNLDYRNEGEDDRADDYE
SEIHINAQSYLSEEEYDRQSREAELNALIPSIQHLEVTVNHATFESHNVGRWLHYFARTFPNLVSFSFGYPDLMHPAKTG
GYLASLFFFAGDFGQLKKYSMEFGYLSSATLSQMEEAKIALEDLTVFVDRQSSSQFGYLKDSSQIKSIKKLTIKEREKYT
INGVYGLDMFQLMEFGSSGDYTFRGSLLQHNPTVIVSTLNSAPQLKSFTAPALMSRSSNENTVVSQPCELVHLDISYCQF
KLTSLGAQNINQTFKSIMDSCPFLETFSTQVNAYKDETSTETNIALVFSFTEQPDMKSIQIKSLYETYFKFIINGKTTYY
HQKHGEMRRPVPDVDETKVYIQIEARSAYIIDTSVMSETP*                                       
>Mcir_Mucci2_105120                                                             
MSFTQYDHNTTDTEHEFINQSENNNTSQTTHHDPSQFRKGKKKLHRLPEVDPNEPCFVHQLSVELITHIFSRLDPASLAT
VAKVCTYWRHIVMDDSCWRDAFVSYFGGLPFKRLSVESWKTEYILRTHLVRKWTKGRGNVMTFNPKIGSLEAMQVDFDDT
TMLVASTEHGVAAKCNPMTGKVSHRHLLYSTNESVRLQLTTVKMDKDRILWGFGPGFITLSTRTKSTSRLKVFSEFHQGS
VRILSLPQHVQDIVLSGAEDGTVKIWDVTTTSCAWTLLPVSASARVPTCLEVTADHRIIIGYDDGSMVVWHVNLNHLVQL
SRNRHQEDFDEKRATFERKLQDEKVVLNAPVSDARSGVTRATYDVDSNMLIVTYHGHPDVLKYCTNTGALVGTFGYGHVA
GASVTCMQWDTLPISTTLSLESALKPRPATAKRKGGGIIDLSASASSSPASRSGLSSGQGTPSSVKTTRLLVTGDDMGRV
CLWNGDDVNKEGYSIKPIRILTGHLVGISAIYIDACKIVTGSDDGWIYMWDPLTGANINTLGNKIPKHAPVDRSDMSVMR
VKNLWCNDYQGVATIGHQVKTWDFSPGKQFLSRRTLKQKGGKPGNAVVRDRIRYEIGREVKESISKLQSEKLERELEAKE
INKLSLGGLSDEEMLAYAMMLSEQETATTTTTTAQASPHHTSDFIDEDDEELMKAVIASLEQPTFDTEAVSDESMNSSQC
ASNTISTAASHSHLSHLNSQSDIDNDDDDYYQWPTVADSITMKSPQQQQQQQQEEDLDEELRYILELSKTDK*       
>Mcir_Mucci2_105182                                                             
MEPPPRKRLKRQEKRKAQGKKIDFVIESFSKELVLKVFSFLSLQDLIQCAAVSLHWSRMANDEMLWKPLFIRRFRDPLHK
EDVRSQFHYKRRTSASRYNGSWKRKYRIHHNWLLGNCSIHDIVNHSAASLSPNHLQFTHDTVFTAQEGASAITMWKYQKD
TTTPHLIRQLQSIDQPDTAEITFMKLVENNSNMKYLIAGYSNGGFTLWQVLATEAIEVANYLAASTTQIDKVLSIGMALP
MMILYTESGKISVFRINTIVNSFELIHQLQSPMHWSPVTIDIHRYPSSKRDLWKAVVCFGLSGGNYTTTVGIQEMLLSSD
AILSSRHGFALNSEPVIPSGIVSSTSGNCGSSEKITAMTFSPPHLITAHANNTMKHYTVTDNKRSLEITFKQTLYGHTYR
VDALAIDASKRRLVSGDRSGIKIWDLTTQSGECQVTVENYANQSSMNELPDARINTLGFDEDKIVAIMSLPEGSLVRSNM
STPYLPECVAKLLNKPKDDYHYLEAPASVQVDDMQHQHQHNPMDTTKCIKCTIINKISQYTPQLHSNFRLTFKTQPNLEL
PLFHPSAN*                                                                       
>Mcir_Mucci2_105214                                                             
MITNLPEELISKIIDCNDSIADVATCCLVCKCWHRLAEPLMFGKQITIRSEADALSLYGHLCRNPRHGNLVKRVHFQDSD



ISCALQEGLLSFIFKPNMEEMTGVLQFEYAFFHNMCRIANTSATKFDKLRVLPHPLYHSNTYDDTLIAFKDTLRDVVLVL
GSDHTQAGRGIINYMMDFKSLVHLTLKGSLGTLFLMEDILQHCTTLKELSLQLHLTDNIHEKAFVENWAAPIVRTVSSVE
KVTFKEECRSDQLEYIRIKYPQIKTLIIDMDSKPLIVSRNNIKRIIKAMIEVPTYNIKLLIKEENLAETAGHLLKEGCQF
NIKQAGLDRFRIELESSPPPPPL*                                                        
>Mcir_Mucci2_90025                                                              
MTEPHLPTELWKQVFACTDKKDLKTCLLVSKSWHYVARSYFSEDIQVNLNDSRLHRLDKDVREHPHLGAKISRITVNHMS
TGMATPETFRSVINQCPNLLELEFEITDVYHYLKSLNCKEALLPSIQKIQVRSLLECSPAVRRFHLWVNYRFRATITSIE
IMDMKDNAALKDYGGLVTFASCFPQLTSLKAQCNALIEKELNINLTELLKNNDKLQELKLYGIGKITNTLNEISSEATQI
EFPSLTKFKLEVSNINIKSLEYITKRFTHLQSLRLLTSSVVPDRSLSESQATSILTDFKAFAMKPKRIHVSYKYKNEHFH
ENNGKKRPSWITHNFLFLEGLSRQYFMNDFMEDEDDDMDEEDYFEDFDEELAEDLMYSGLYDELEDDDPGFASFFTDYYT
L*                                                                              
>Mcir_Mucci2_79225                                                              
MDLIPADILREITKYLRFEDKFECTLVCRNWYIAITFHGLLYHKIELFEGHNLKNAVTTFKRPGNEELIQAVQELEVYFP
CDDINLITIFSNLRKLTSGFVTYSEFDFMEMEDRICDMAAYERSVQKLKRLEYIVEDNLHYPIVMPILKSPHKPVYLKHI
SYAFYNYAFSQGEMQVSAAFNYDAKLRPMIPLLKNAPNLTFLELKRLYITPFDLEEIHDQYAPNLTTLKLTDVFAGFDAN
ATQMLAKKAFPHIQHTKQITLKKLALKIKSFTLEFDQHMLGIQTADTNAKHNSKNLWLKYVAAKYPSLTELSINIAKIHE
TYLLKGVFDKLWMSSLSRLTHLTRYDMKFCQLSGPLLKAMDKSNIRLEKLSVYIHEKTIGIQIKGLEESAQRHTVKQLEI
FTKGNVTQEGKVGSGILLLLPLFTGLKTLKMFKESLNRKEGYEHRMIPHLLHQAPHLEHLMIRFVNISRMAEENLTLPEH
SNLKYLELKHFYCDSAKQLRAFSQTMNQYVFGKCPQLIKFAGDLYPPQDRSAKDPFIWELILDRNPHLTTVKIMYQLGDS
IFHIVSPQGPVPSRWCKQAFCYDKLRPISEPPKGTWYIRIFIPHSILLNKKRVA*                         
>Mcir_Mucci2_79209                                                              
MDYLLPAEIMTNILSYMSMTDLVRIERTCRLFQAFSLCEIEKRIIKSSDEWGILIHLGQVSAKPIGFDAKSKRAYYSVLM
DPVKIKTMFDHRRPIHCSLLRKKTSKFQSYSQNGFIITVEKGMEEGKTLELDINNEACQVHAALTRLPSSVSPVNTALES
PLCDGQALKNQSLQSPPIKTMAPQPLTYTLQITELSLPLSTLAA*                                   
>Mcir_Mucci2_106272                                                             
MIQLPNELLVKIFQHLPLYSQHQCLQVCRTWNAIAQTFIDDETQEVDLYGYAGIRNLVKQVWVNPDRGLLIRQMNFIMQT
HTGSPITEAEFLILMKGCSNLAKLNFVNVNPWYYVQYMLSNKVQLPKLEAILFGSRSPKYITEGYKAQLVYQYRSSLHQL
CIDIAPTDLSNLGMNSITQYLRPFVNLKYLSLKTSCSIVFDNIIRACPQLQIFKIRISGTASFRVLEGKITGSQDDTALS
VARMSQLETLDVPQKLMNLQLYKYLRCCCKYLSKLELYVDPVDDLVPLFGLFGIFDQADTLPITNVSINGNLSEAARLAK
DFRKCFPRLNQEL*                                                                  
>Mcir_Mucci2_159447                                                             
MVKQLPKELWINIIQRINSASQIAECRLVCKNLNTICEPMMLSKEIVIKSEAAAVKLYGYLFKKPFYGNHIKHLKFDFKI
QSIPLMKELLRAVFTPTLITFDGVIETDEFYLCINSIAANSSVPFANLKRVPHPSFTTPPYVDTLLTFRYSLEEIVLDVG
DESPYEGGKVLTCLSQLPCLTNITFNGMFDSMFDLERYLIGCPQLQQLTLNGYDSNFEDDPIDIEQ*             
>Mcir_Mucci2_138692                                                             
MEFSDDRSIPPELLQSLRQHSLFQRTNNESFLEKLACCMHLRTYGPRDVIIVEGEPAKAMFFLLRGSVDVCSADFERIYA
TLPKGSCFGEIGILYSMPRTATVIASTKCIVAALTADEVKTILPLYPEVEKMLRFEAEERLTMLNKSKNLSVSDKVSHKP
LTERNIEDLTSARNLLQKIPYFQSCPEEFLHLISLKVEPRHYSPNDLILKRGDQGRELFFIISGTVEVANVDTATSDPLT
PIARLSAGDYFGDIAVLLNAPRAADARAVTAIELYVLNKSDFIDVISRFPELQKHFKMMAENSLNDLRLKASLLNKVDAE
TESPRDAPLDGISTTLGNATPPITLDSVCSTTSDQDPTLLPPTTANVLKTTETRRRRGSVAIWSDPNLVALANRNIKEPA
KESRLKDNVVSSHASQQDSIMKPPEYAGDGRFQLFNQDILSRIINMLDFSSILQFSAVSKKCREFVQKSDAVMQHVDLSH
LNKRITDTALDHIMALVASEGAGARIKELSLAQCFYITDDGFKRLIEQLPNVETLDLNSCWLLTDKSLALLAASCPQLTR
LDLSNCRKISDIGIFKMLDEKQTRGFPELKELSLSYCKKLSDMTMSHLAEFCSNTLESLNIQRCTRITDQGFVKWADTQF
PQLKYLNLTDCSFLTDQAISHLVSAAPQLQNLSLSFCCALSDNAIEGLISLPHLRELDASFCGAAVSDVSIRALLKSGSF
ESMNSLNLRGCVRITDTCIKSILEWGRLNTLNISQCPGISLDAKQIIKESGNVHHLVA*                     
>Mcir_Mucci2_159712                                                             
MRDLPVEILIKVFDHLPRSDKLQCAVVCKAWCTSALSILNSTIHLKTASDTVILFEKLCQLNSSIRGSTIRHLSVYHSSR
ISEARVNKVVFIRILSECTHLRTLEFKDVTLDLTYLEHMIRYRNVLRLDHLQCIKTQYSNSSSYLLANWHYHQRINQLYL
LILDSTFSQFEQANDLSMYLGHFKALKTLSLRLSCNIYIHSVLSACPQLESLQLMFISASQLRIYEDDKKSATRHSNIPF
QLKYLDISGRQINQDLFEYLHDRAGALFQLTVNHNAYGNLEAIDSAFNTALVVDTVLPIRRIILEDNFDISHDVIIGLNE
NFRNLRVIDFRRCNFNRVMDRNSNLSLNLIQLDLDYLSIDFTTILFYNRQVNSMSVAIQRNDYEGTTFYSRTSKWSAAHL
FTRNDSSRYTNNAAQRIRVRSAKTSVITIKVRSLHQLHMHAEGNRKTFSQIISLNY*                       
>Mcir_Mucci2_138281                                                             
MDKVRLDYIGRVKSTFQQLTYPQRYFFITELLGCCDNQLLQYVCTFITPKLKIDFLKELPIELSLHVLSFIDDPRTLARA
SHVSKHWNVLLKDEAAWKSLCLKHQYRHQLITHVPKSIATKHVHGSLVAQRHHHHPMPAISYRDFFRRKYNIDAAWNQGG
KVTLCDNRIGEGLATSLQMDDTFIVVGCDNNRIEVFDTKSGKYIRSLLGHEGGVWALQFIKNEMSNEHILVAGGCDRAAS
VWNLTTGERRHVLRGHNSTIRCLKIRDDKIAVTGSRDTTLRIWDIERGALRHVCTGHQSSVRCLDISGNKVVSGSYDTTA
RLWDIETGQCLHEFMGHHSQIYAIAFDGAKVVTGSLDSHIRVWSAETGACLATLQGHTSLVGHLQLSARVLVSGGSDGNL
RVWDMDTFECKQRISAHDNSVTCLQYDDKRVLSGGSDGRVKLWDIEKGTLIRSFTQHARTVWKIQMNDTKAVVILQRDRS
PAPNQEHSVQVASHGTVIELHDFDLDKEQQDDRMAPTTANDNSEGGNDTTTSSSVLNEPATPSIIQEV*           
>Mcir_Mucci2_106750                                                             
MHLTDLPVEIIENILGYLPRHAKQQCLLVCKSWYQVTLPHLNCYIQLLGSEDVMILYRKMCHPPATIKGSDIRCLSFTAE



KASDRYIVRKDVLVHIINACRHLQTLHLLHDSNQFLECMYQTRSELQISALQTIHIPFDVVDRVMRDRELRAIFYHCQKI
TRMSLNIRRDTVMRAIAGNMYKTDNNNPTAKPIFPVKSQLHTLIIDTSFFSKDLLEYLALHTKNLYQMTLCGTASRSAQN
IIDTLTTYSKEHEQVALDVKSICFDNYLACSDKLIQQVKSSFSSSLRRLNFTQCDFSDIRDKHNNLTLDLTGLNLDYLII
DIQNIFEGRIASLNKTSLEVTISHPIPKTVYYQRISKWKPDNLFVLKHSNQYINQNAQNRRLKSEHICVLTIRADSIYHM
RLYCHNQETRQLFSQIIDFKA*                                                          
>Mcir_Mucci2_106760                                                             
MSTPLEDYYKTPKEVAEALKVKDLQTLIRGKNRVDPTEKYTRPLVEYCQSCTDSHELSNLWDYQASTNIQDLECMLPDIV
GLFMRLCTTPVIRSYGIQLIQTVLQRQMKYIYRGISSMRIPHCQSTYRLLTSMVSFNESTARDLFTTFNFQAEGFLRASR
YRQTKKNKKPQSYIYDLRTNYIQFVLAFFKHGDAEIKKQVLGVKGLVSGVFVGMDEDAYPLIEEVLSVMYEKLILDTNVP
RSLKAFFFSSYILEKLAKIYARTEPEETAPGETGGIPADLVHHFLISICSVPDVGVCFKDTTWYPAKPAANDEANKHSKI
TNRVLTKFITTLKPADDMRQQELVLKVLGACPELVQEYWHNTILMFEPRISSKWLANITVLQKIVQLPVPSLYYGETRLY
PTEPPSVDTILDNILPNVFNRSPASKGLQHASPLVRYTTMLVLSAAFQKYDKVAQAMKRVIMTLETSDNKDSSATASDNW
KKCLESVREGLRRRVPEIQTLVALHKQTSAKMAQQQSEGVDQEELGYQNQLLEDTAFRLIRYYQEFVPEALMESNIDPGN
FIPADILAVKPGTLVHLLKLFLSMPDFNWTSKSSGASASHITTLLTLYLQTPYKHIRDLTGRLLNQTLSDSFMFNHDPEE
VQLWLNALPHNLSSSSKNLAMSDTQQGVLQFLDNCINRFSKAQYKYTDQLVELVNTVNGSHAETPGFTRDLILASTSTDM
ASDYKHPFSPLLLTLCENLNFIKSDRRPAVLYITRLITLLLTKQHVPFYLQAVCSKLDGELSASYHANPRGVEVWGKDEM
IYQAKLCLGQEVKVFKKQPSSSNDKLEDRLVQLIKQDDITGVADCRREFVDLLHHLPVSVLDLHLEKAASFCHQKLDWVL
YEPLVDYITSRHPLAGDVFSYTQVQPLNEHTAALLIKIPFASLFSNTVVTQRYNDALAMSVLKRALDSLKSRDMMHATTC
IFQHLNTLLMAPKASTGLEFCFTLLRHVVHLMHHQIQDVNMRAQLNSFIFTHPALKHLESQITSQILAYQDVDHFPSSPL
ENVSYLQLAASFMDIFGQGSQAKTLLDCVVRVDFQGLSAYSKKVAKNMHVNDAMKKLLIVLVEYMYSSSQEHAIPSRAFE
IITQLWKLAGTSEEFNLQVLSLLELSMTRQQRDHHGTDNGEAEKHAVHVLLEACCEPIIKHILAGNPCIIDVDALRSACV
ASAVDVPSIVVNSLTDRLLLTPNLVDVIRIGHDLLASSKDEQSEFIQVVMEFLLKQLTAAADATIMSDETPEEAFYNALV
SFVQGLQGNWAAHLNTETVRDYVLTSLMDNIQDAAAVRFVRVLVAQVYENYSKLEPIETYLRRILDHSEYQRLTAPDVAK
LLLKQVPANAAQRSAIVQLIHTLNKIQPLVLAKHHGLLDPLLTSYSATTSTTDRLILDVLMSCESHGRETILPKMLMWGP
GSDRTRQAHAQAGTLLQTSAISIETLSLIDPALMKYTFTHFPADCTLQHVAIDMDQDSLTPPVYDPCFFMPLFANLISSG
AVDCRKFIECNGLGFVMMGMSSTDDHVRHIAYQIMDQFYVMVEHARFREQPSIIFVLEQFKNSIQGRSEADAPPRVPAAI
TVCVSHAVSILLHPEHFMLPHITTWILQNPSFDFNYVPMFAFLFTSSSPNHRKERLWLLYVLSSSLRTYEDYKIFARQSI
FDMIATFYNSAYADATSKKAVLEIMEQATAIPSVASNLIQYNGLLAWIHQAMALASDHDELLAWDKILNAAMASAQQVEK
VPEKVKSMLHDEKTVLSELNIMFPTELLLNIFQHLPIYSQRQCMCVCRSWNAAARPFTELGASTRILYGRNCLYRLARST
QTNKHYGRGIRRLELYCSGKTDHFNLKIDLVHILESCCNLAEFVMRMANPEPLVSAMVEKRVRLPRLELILVENKAQLAS
LGFSFLNLASVYKATLNQLHICVYIGTFSRFLAVDNMAGYLQQFVSLNYLSLDTDCPVVLDSLLRACPLLQRLNLQANPA
SFQVQKTGDGKDQHDSLLQVLEVDWQLMSEELYMYLALHCKYLGRLILCNPCKKLDAVISTFRAFKEDMSLQIANITFKN
AFPVTNQLLRGIGYWFSTVRQVELRGSNLTSLIEQHRNVLLDFHGLNLHYLSIDLGPIFNRSPRILDRVAFELTMDGFTG
WWQRDGTAKSRQLFRVRNSKQYLHSSARQRRILSDQTSVMTIKAEAILVLRLHFLELGSHFDQTIMPLNH*         
>Mcir_Mucci2_127850                                                             
YCYRHSPELIKTRNKDDIDTIQLEKELSTFSEENQSQISQVWNIFQQSSKQQRLLILKGILASSCTPQLSYISNAVKPLL
CTDFTAVFPPEITKQIFTLLDASSLCSAAQVSRRWKLLADDDTLWHRMCEQHINKKCTKCGWGLPLLQKRKVVRVSKRAR
SESPCDEEAAAAPPAAKRVDRRPWKDVYSERLVVERNWRRNTATCRVFKNEHSAGISSLQFCEAQNILITGSYDKTAIVW
NLETGEVLRTLKGHARSIRTLQFDDTKLVTGSMDNTLRIWNYHTGQCIRTLEGHTDGVVHLNFNCRILASGSADSTIKIW
NFHTGECFTLSGHTKAVNHVSIQKDSTTLVSSSEDGSIRIWDLEKRACARVLSGHMAPVQTAIPSMPGFLHTFFKQQIKK
PISIKRISSGGSSSSDEEEDVAASALIRRRGSNSSNTSDNSNSSTISDCDRSSEQVVISGSLDNTIKVWSLETGECLQTL
FGHVQGIWTLAYDKLRLVSGSNDGSLKLWDIESGLPMHCLDGHTSAVTSVSLSDTKVVSADCQGEIRIWDF         
>Mcir_Mucci2_106893                                                             
MHTINQLPDELLVKILDYNDSTADLAQCRLVCQRWGLLVEPLMFGKHITLTSSEGSLSFYGHLYRKPHYGRLVKRLTCEF
LSTQPDILNDWHSLQRWSK*                                                            
>Mcir_Mucci2_106900                                                             
MADWEHLPYEVLQLILGFLPSSKHVYPCLFVCKSWHRPAIYCLFKHLYFGSEQQLLNYLQTISKQENRNYGLVTESIDIR
RLIEYSSFIPITRLLGICANTKRIDHTGEAESYRLIKSLLARHKLQHLQYLPAPERYSTKEYIECAIQMRSQIKCLKLSE
ALTFTMATENFTILYSQLDQFTKLETLHLEKASNLEQIDEIIDSCTALKELDLKLHKPLSLRQLGFDVREESEQEENAID
YSKLKPHLTIQTAKLKIRSILPKHIEYVVHKFPKLLSLDLVPLTSPYELAPTCHPIAVSNGVLLNLLLALRKMRHVHVPF
RFEVNDALDVVAKFLVVTNFDGTLEVSYQLVVNTKYRLDNPLISYSSEPLRRRLHLQYYKGLTQENQPLRGPTVMPHLTV
VEVAGSYIKQLVIHGMSNKFVNGVVNAYYLVDYTLIRCPFLKHMGFIQCDLAYYPLEILPTPHIFLESLRFDDCLLHCPS
FIKFSLVMPRLKRLVMKECQFSSYLTKRQSNGSTRRSITMSFPFTHFDLFRFKNIRQYRSLSKIYLKLTTDAETTYTMYS
RDQTESTTVISKVFFHAPKVESDSLHIDLSCKSMKEFKMN*                                       
>Mcir_Mucci2_78434                                                              
MNRLVSYIASWIDFVLYLYIHITSTINAVIVVAKEKDPLQQQRQQAALRNRRRSQHPPPTHALQRSQQPRSSSRKPVFDK
MPNEILILMFESMSAADLFHCSTVSKRWNDLAIPILWRSPTPNKPIISCLPSFAAMDKKHRIKHSHQESHLSPGFPLHIA
RYGHAVKSLDLSQIAAHVTDCTIRHIVRCCPQLVSLNLSHCRLITNDGLYYLGRATGIARQLQVLSLQNCRQITDAGLGH
LTAHCHGLQTLHLGACPRITNDGIISLVTASGNTIRRLRLSDCSHMTGSTLHAIARLCGPRLEWLDIARTKAIRHTDLED
LVQQCPNLCRLNVSMKKPKPLSELRDQLNRTRERLFHLHQEEEQEAGEHEEEEEQETGEDAVNPLNELIDLLNRFNIQAN
LTDGSAQHRRLLLDQQHARDPVCFSTVETITLQLKKLEHLNLSHWHCLNDKAMHMISVHAHCLNYLNLVGCDSVTKKGLK
YLSDLCERKSTCITLTDLMISPATCHSYESDSSSSSSSCSSSEECRTKGMPIKKHKMHQYSRSI*               



>Mcir_Mucci2_78327                                                              
MTASLPSEILLKIFQRLPLYSQRQCSQVCQSWNTVARTFANNEKQRVVFDGRTGALSFLQDISSDPAQGLSIRQMYFMPQ
NRYDLIIPQNEFENLMRACQFRAEKEQV*                                                   
>Mcir_Mucci2_107439                                                             
MERSYQNLPPEILRLTFSYLGGADLNHAQLTCKRWSPVAQKLLYKYMRFQGSSIKDIIRMFRHHPSLAQSVNRVSLDLVK
MREYYKVSDTSNEEGIIDEEGRKYIVSQHYHDMLAFLCLCPNITLIKLPPNPPKMMYHDLMELRENGYLARLGEIDKYCL
ERSRAKLPGYYNLLYALKNSIKDMHLNNQLDSAKEGNLTDSSSSLVLNNISSFTQLQQLRLEMQRYAHVHEFDSFLDNCS
ENLTTLEVVLTQDSPEFHTCLVEQIHIKHLPNIKNLTVLTSAPSSNQEIQYITRKFPGLQALSIRSQPTTAVLLADACRF
FDYICRIPSVRIEGGVILTINDFTEYMPQFLQCTRFERLNFYCQHISQHTGNIDDVQIDDLYTETTSTLNTSNRPLSGIT
LQSACAKAPLEIIMTSQRNHIRTINITVDDRILDNALKGEDLGTILNNFSSLEDLYISGMEISHLDDVFVAAKRLNLGNF
KIHCCLIDVDVFSRMSQRIESIASLSLLSSEWISDDDSSDDSKKFTLDLQMPFTKVGSLHITFSNLCSKALVRVMTNSIT
QYFNCVGGRRREELTYSEYKRLINESEHLKVNLCFATLSSWG*                                     
>Mcir_Mucci2_107669                                                             
MSTLAKYLPSEIWLHALGMLQHNKEELLTCRLVCKTWNILAERVLYKEVNMDDWKADEFSRFGSYLSARPDLGQVVQKIQ
IKNGVKDKWSFIRILKLTPNLKIITGTCSFGLMERFLTPELALLHLQELPHIEAFDLSLQTKLICHYKDTLRSVHIDLKE
NMDPNLLAVLMDSIGQCHKMTRLHIWDVKYFQGIKQLEWILEFCKHIEELRLEIRQSPSYTHMEQSELTQWLEINVQKID
TVKKLEIQYHADGIYANRKQHRRFGPDWMEFLAFKYPKVENLHIVNNPVNRQLIIQPAFKHLATVNLQGVTFTDPEVFKQ
SISSIGSMNVHIKLNVIGGDGMGGWPFICIMNANKERNATCTTFKFDMLYDSLFDTDLTTLLSSFSTRKIQHVSLVIDSE
YSSTLLSKVARAKFDIHSLEIITGTLRIERKHAESLASLRELHLNETRVNAKHINQLGRMTPNLTHLKLSNCSLKNINLA
PQSQLALLELHSEYANYQRLLFYVSLATSSSEHYFIAARNKPLQIVSRQEYNARKDPAIRITCGTLQHLKVDMDKIKFII
KFDVEQGHIKSANIGMEKPMCRVLVQKHSTLKEDHKAVQEAYPKAKKHSSASQLESIKKDSSVVVS*             
>Mcir_Mucci2_107712                                                             
MEKLPLETFTSILLLLNPESRVTCALVCKSWYNLACRSLVLYETISCHDVNTCKRRYRFFSSNKHCSKSVKTLEYKLTSP
VTVKDLKELPTIYPDIRHFRLSFCEDDEQTNPPYRARRELRDVQGRTFSGRPACYQGVPGEVFNGWHRLTSVEETSTQMY
TLFMLNCSTTPFNHLNSLWLNFSHIKAYVHSASAVDYFFNGLKNSPQLKELALLHCSVSFDKLDVLHNYCPMLQTITLTN
VTLSRYPPTKLATANVATHMKAFKLCNCFTGSAVAIIEYAGKKYPNLEDFLLEASGNLIVEPLVKSAARTFIAEATKLKS
FGTNLFLLHPRFIKFMEDNGITELDKLYIGNHSDPDLPPRAEKDPYNNIIAVCNNQKFKSTLKTLTIHACKLPNGFLDCY
LQLKNLTTLEVDFQANQGCEEDYMYGGCFDQEHIPEPVLSLTDLFRTLVHLKRLDLRSIVTTMDEELENLHCIEEIYIHG
SHRLYTDEFGVAYSLFDFISNNCLQIQLISLYGFTTMSNAPSDYQPILDLSVHKHIARVNSSFEFYMHINEDGWPTCYSN
KGTYYKKVQPADITSKHLIIKSKDRKMFWTPRTPRRIRSYYLEWDGLF*                               
>Mcir_Mucci2_107822                                                             
MYSNLPREVLEQIFTHPDISKRDLLQLQLTCKQWSNVAQKHLYKEISLIDSNLYTTHQSNPPAIRKRLALWMRTLLLLNQ
SVGKFVKTISVDESFNKAASEDSLLNIGIFAHLCPNIVEIKGLVYSSELLKTLTSLHRQGKLQHLEDFPTPNRGTEDADI
LDTNYYTSAMEFKDTLKNMYIREGIRKARSPQCLITPASLQLFPSLKCLILAESSRVNLYQLRDYLSGCPSTLETLIIRM
SGSTLPPSTVNGDQSAVHPRKNIRHLQLDLDSFLVSDEMAFTMRMFASLDKFDFIPPYREDVVSHQYDMQVVAQFLKYLS
LVPLVEYSIGFGTAQSVASISRLVIPMDIKSLSLHASVPEPNTVLRLLSKSSFMKAPLNSIAKTNRFDIDIRVDANEAQA
LLDSVLENLKGRTMDSLSIDSFVDSFDIPQKLTQQSIDSLLNINVQLVFNLAEFPPHVPLSQTRKLKHLAYLRLANCKIT
ESYFTWLSCQFEQIDNFEFSNYYRLERNTDIKIRIPLLYTTLDKLSLTITGHVMSFIIRVWVNCRCITLKANVSRLESYT
LEEYEETGSLVDGYEVIVYCAGLKEIHCKNAVYKLP*                                           
>Mcir_Mucci2_152271                                                             
MMNTIPSEILQDVFRKCESTGDLINCALVCKRWSCLALEILWYKPTLPTSSSAWTTFFTIIQATQQTTFPYASFVRRINL
SPLSILIEDLHVMTLRSCKRLERLTLAGCSKLTDIGLCTLIHEIGPKLVSLDLSDVYQITDATVKEAAASCPQLQGFNLS
MSRFHHSITDASVSLLAAQCTHMKRIKLNNCSHVSDQAAIALSMHCPRLIEVDFMNCNISNQTLLSIFNKNRELRELRLS
HADNTRIQIDDTAFTSPSLLHQQPYYQQLRLVDLTGITLISDVSIDILVQAAPKIKSLVLNKCSQITDHGVLAISKLGRY
LHFLHLGHCSNITDASIQRLALVCLRLRYLDMASCINITDASIAELAKHLPKLKRIGLVKCSRITDAAIQSLANHARITN
SIERIHLSFCSRLSVQAITELLNKCQRLNHLSLTHVPSFMREDLQQFCRSPPKDFTDLQRNAFCVYSGVGVQHLKDYLNI
EQMYEDRLQQQQSDDSLTTDDRMSE*                                                      
>Mcir_Mucci2_79317                                                              
MTHITSLPAELLSAIFDTIDSNHQLVECRLVCKHWEDPAARSIFGNTITITSDKVASRLFRHLFLDYSKIPLIKHLDFQL
EDDDDLPMNIHRLLLLAVHPTIESLTGSVKSYQFFKVLFDIVDSSSDEFTGLETVPLYTGPDVDFNTTVALKFKKSLVCP
AVALRGQTTLAAKDLLKNLDQFPKLGMVLLRGHLDGLDWMEYLLRSNPDLSCLGIVNFDITKNFLSDMRSMPNIVSWCHS
TVQQEKALKQIIIHSHKFLPKAIMYLCYKYPNVQYFELKGKLYVPEGRPVTDSDVFIMLNLILEAVKKIESKVIQLVLPK
SVSLLEAMKFLPTREEDIEFSIEEINGQNELVLNLMDE*                                         
>Mcir_Mucci2_79321                                                              
MQLLQLPNELLQMISSHLPRQSIARLCSTSMAGYQLFLPRLYRHVELGHRTHIKQLEQGLQTNTYLKETVKAHTQILTLK
CRQGGNSHWLIISLFEQLPNVRRLCFRDFLALSVQKVRQVLLTLPRLTHLDFQYCELTASPTIKPMAVCHLPNLKNLHFL
WTDFSADAIRQLFSFTPSLNRVVLGANHNRKAMANDAALQCLTQHCTQIKDLSISLQQVKEASLCQVIQVYGSQLQHLSI
RCEGNDTLWAISQHTKQLRQLVLRCSNYTGGYHSVMNVLQDCRSLQHLEMVSWPLHDVPSIVLDQIRHKASNIVKVSSTV
PATTTTAPVATSTTTSFIEGIKRTVALDKQDLQEIRRLCLY*                                      
>Mcir_Mucci2_108323                                                             
MVIVASLPGELLSKIFDYIDSIAQLAACRLVCRGWNYLAERSMFGKEIRIKSEKQAIQVYTHLCRNPFNGNLIKSMHLEG
IGKKEIPPIFEYLMDIAFTPTMEELTGLVYTKKFFNILVSIAERYSLEFVNLKRIPKYAHDNDGYMSARTLKQLQASALS



IDIQPFSYAETLNWKVIKLLDKFKYLRSLELKGEIDTWSIVDPVLKKCHTLETLTFYGLHIGDFETSTDRQEVHSWVIIH
KVIKEFSLKAIEFKSSVFSPPLIEYLMYKYPNVTKFTVTRRYLHLAFEELQRIMDSIKRVQYKELTFILQYDVSMWEAIA
FAEFCSDKVEFHTDSSDVIMKIS*                                                        
>Mcir_Mucci2_108442                                                             
MTRTTEALLPAELWMEIFNKVNSFQQLIQCSMVNKRWQQLAETAIFNRDITLVTEFDAITFYNCLLRNGGKSKQPVKHLT
MKPRDQPLGYFRDIIPFVVTHNMQTFNGSVNGALFFRVMLYETFGKKGVRRFRNLKTIPSAWTYCNIYDSLLYRLRNILQ
EITLNFRGIYYDPVPKWRVLSRLNKITGLQALNFNSYVHDVEDMETILQNCGHIKRLTIRLAVEDLFCGETDIDQWIKIN
THQCDTLGELKIRIDKAYNPYFIDYVMYKYPNIESIIVEKIDIKEPWGSYPVDSMDISSIRSVLDKIQRVPKYTLKCNVC
NSEEDDIISFLKSDGYTVYKYDQHCFTSVVTATGSNSNDSNQSSTSRSSVLPAPLRMRYPSATTDRFFEW*         
>Mcir_Mucci2_108468                                                             
MSLIEPADPVMPCRLLQLPDELQLKILAQLPVQDLLKSTVICRTWYHLIYSGSLWTTIDTDPFYKIITMDQIVRLIKASA
RFLKVANFRGCIQLTGHGLRTLSLSCPNLQVLNIKDCRGVSSASLSYFLQHAAHLKVLNVSGLDTVKSSTLAHATCSQLE
RLEMSWCRNITGSGILALVKPSGGTLTHLRINGCPLLDKDTMALLGSNLPNLTHLSVAACTSLTDSALLAYLQSPVSSSS
TKHKLTHLNLSSCARLTDTTLLNLALYTQHMQHLELAGCVLMTDQGFCHLFARVQTFIHLDLEDVHQITTATTRSMANHQ
PHLQRLCLSSCTQVSDDDVVYLVNNCHQLQHIELDNCTITDHVLSLIAQHMQQQQQQQQQQRTLRMEVLDCSNVTETGIR
KALAKASPFLSIKSFYSFQEEEEEGEEQGGFNNNSDEHAMDNIHRQHGLGISGRYSAMNSTSRHRRGAHNHAHASANCII
I*                                                                              
>Mcir_Mucci2_108471                                                             
MTTISSLPEEVLEEIFRFIESNVQPAQCRLVCSKWRHPADSAMFSNTIVLKTKEKAMTLYAQLFSNPSKGESIRHLYIDK
SFDSFWMLKTIFGIDAMPNLESFEGEFSSEAFYDTFLDVIKDAPTKFNKLKALPLYQGTVTQEYCDALCACSSTLAEIRI
DNEEMYLNDTMKAFAFKLESFGNLETSVMGGNFGKFLRLSYFCKDAFTWKISHWVP*                       
>Mcir_Mucci2_161404                                                             
MSTTTILSLPEELILAILSKLSTQQLAECRLVYKHWDALAAKAMLSRRITIRSNLQAFQLYIHLSRDPSMAALVKHMRFK
LDGQELPFAVQCLLQLIFNANIIKMTGHVESDTFFTTLFDIADRAPPSTFQQLKQLPTYTGKNSKITDRKYMTFKNTVRS
FSLNIAGDALSAGRISWVDMFDQFPSLTKFTLSGAPNGLDDIESKLKNCHYLKHLYLHDLFYGGLTMHDMTKDQVATWLT
TSHVQQETSLRSLYIEALCRPELIEYLLFKYPHVRDITIKGRLWFLGRSLRLVHDGMDRILDAIAKIRHKHITFVLPAH*
>Mcir_Mucci2_108546                                                             
MATTIDSLPCEVLINIFNCLDSFVEMLVCSHVNKRWRELCPSVMCSRNLTIETEQEATLFYWFLDVNEDKRRLIKHITVI
NTGEEFEGTERMLDLLTNSLETLDGKAYSAMFYIMFPNPEVVGTVFSKLKTIPDASGYHNIYNKLLYNLRHSLEKIEMGF
PDNFDTSYSNTEAIIKNCDALHDLTIYLRPSNGTGVSGDFDTWLREHVRQIYSLKTLKIIIRQDCYPSLTKYLFHKYPNV
ETVIFEQLFTNYNWTTNNILGILQDIKAKPRFILECGVDYFKIDKVLQDLKSKNYMVSKGDASLLESFGALLQVKSDPAM
VNEIPSLIKRPAPLRVRYPTREEILAAQDSDYSSFEDSSGDSFGDYEIWTTVR*                          
>Mcir_Mucci2_161507                                                             
MDTLPTELWYLISSHIRPADLGKCRLVCKAWNSFAEVAMLSAQVRIRTDYHAWKLCRYLKKKPHMAQHIKHLTIEAPRTT
KTNSKAFIYLISLAITPRTEIIDGIVGANVIYNKLAQLEKSSQHRTPIANIKMLPIPTNYNQSYMNAVLAFKHTLQELIL
NFHNIPIDWELIYRLDEIERLTSLTLAGDTYNITLMDTILKRCSHLTELDINVCFSDPIVLDRSAVHWWSSRNNVKKVHG
MRVLRFGARVRSDLLEYLVYKFPGVQTVQLTTNTIRATERLLFQDKGFVKNLLRACPTCIIHCYKYKSESVDRLVDSFAE
SHNTVSVKTTNSARKVFIKASL*                                                         
>Mcir_Mucci2_152493                                                             
MDKDNANDKSNTLPVKGFLSRHVPDQVTNSRRLCYRHRPDLTKQRQPDGLDIENAQRQLEELPTEDKAAITHIWSLFSAA
PADQRILILRGLLSTCCMPQLSFIHDAIKPLLRIDFLSILPREISLQIFFYLDAKSLCHAAQVSHNWKTLADDDALWHRM
CEQHIDKKCTKCGWGLPLLNKRRTATAIKRPLIEPSDAPLRTACGPSSISRNDVQREEEEQEHAAAAAIERPHKKSKTDT
EAEAAFKNIFDGTNTAMGESGCPPAPPSRRPWKDVYSERLMVERNWRNNKYKLRVLSGHTDGVMCVQFCDGSNILMTGSY
DKTVRIWCLETGQLIRTLTGHTRCVRALQFDEAKLVTGSMDQTLKIWNWQTGKCIRTLEGHTGGVLSLHFNSRLMASGST
DHTIRVWNFSAGECCTLTGHTEWVNSVRFCREGTILVSASDDSTIRLWDVQKRSCMQVLNGHVGQVQIAVPSPLGFTHRF
DTEEDDAYLRTLNRAGSLPELPPGCATDSSSSNQASSSARRNVIKKETASTAASSKNPIIISGSLDNTIKLWDMITGKCI
RTLFGHVEGVWSLAYDTLRIVSGSHDKTVRVWDLGSGKCMYALEGHNGPVTSVALSDTKIISTSDDGDIRIWDYGVLHS*
>Mcir_Mucci2_161606                                                             
MPSSWANLPNEILKQVFSYIDGCHLRLHYVCRAWRPTAQERLYSDIHVLANGHVREQLLARTLGDLNCQARHYVKNLTID
KYGETIDKNYALLTSICSICPNITSISIGAPSQQFYQLIYRLRESDHLQKIQRITEPWPKEYIADYCKAILLMKFSATEI
FIYSDPTITSVPESSLVLEAFPVAKHLEEFPCLEKVVITTSAYMALPQFDKILDMCPKNKLKVVHLKLQNVEVDQQRRHS
SAAKQINAKPQRVLSSVKELELENDALLTDQDLMYIMEKFPSLESLKATLYESGYFSDDENYSFIRSIQSMDTALRFIRY
LWRIPCCDFGGFRIAPETMVEAILQTSKRVSINSMEIKSTHPHEPQFTSLGVVKWTTERQKMRRACFCIPPHMEALYQQA
LETFSSQVEELYLTGSAEYSDRGVNMDDLDEEEIAESRAIVSALEYALSNFSSLKELHLSAATLPTELFNNESTKKLRLD
SLRIAYCSMDISTMNALSEILEYVEDLILERNSREYQWCFAEEMYMPQTAFGTIVLIHEYEFHYIVKMSTNARTVYIDFK
HGDFMDEPERLTEEQYNSLKGQLDSDVYCTEINCAKWSTIDFSGIVFNNDE*                            
>Mcir_Mucci2_80109                                                              
MAFTDLPSEISQAILACIDEVQVLAECRLVCRDWNPICEQLMFGKKIFLESQAKVSQLVEHLNKSPSFGKLVKYVVFDFA
AESTASALYSKLLSLIFTPNLRVLDGYMPIRNIYKEMVSIASKSSQKFDKLEVIPQGERMATDSSDFKAACLLFKKSLKV
VTVTVTDENKPDWRFIGQLGTFENLAHLILTSGTPDLSTLRRIIDNCNQLETLKLIWVDAENPRMTKAAVRNWFYINDKP
KKQGKALRLLKVVNCFSPVFVEYLVYKFQHIEKAEIDMNMYQVFISDSVIQVTDGAIHDHHIRVVQALQDTLYYDFLYCT
LRNNRLENIIYHAQVADNVIAIRIVNPQKGLVHMRVKKLWYLDV*                                   



>Mcir_Mucci2_109043                                                             
MVFSELQTKRTLLQLQLTCKAWRQVAEEFLYKEITFNLGSTGEKDEHLVATLELPNTQYKFFVKTLQLQRPFHIEPVKNY
TVLLMKVLIACPNLVCVSNGDMALPWSDFYQTITTLRRAGYLQKVGDIGGYLPYKNTLENYNNAVIEFASSLQKLTLPEP
DDDIATLASDLKAIDAYALGSQLKLFRCLKELSVDLIVDSDLRRMDSLLDEAPNSLAYLSVNVNDAETRYDRMEKFDPPR
DGRRFAQLDTLRLSGMSAFTDQDMLYLMHKFPNVKHLNVDLYYTIVPNLQVEKLQSANVVCKFMTYLMQQKPFCKMEHLI
TTSQIMHEIITQLSEHSAVKKMRVFSFPATITAHPDICFMGTLDPKDGYEIWLEVNMPSFDIIDVLYQHTMGAFFQSLEH
LIFAGESDVQEEEDQDWEDFSGTQHTHNMFKDHIGYILSNYLALKTLTLDNMILTPLSSTKPISTRELEKLEIVSCCLQP
EVLTQLSQRLEYVETMCILQVTLIRDEAALLASDTGYTINMPFTGFDTIHLDTSLSTTRKDQYVGNTKETIGSAVGNDHL
QASGQAQNNNGLIQETTANAANLVTGVVNGATGTVQGVLGGLLGGNNNNNNNR*                          
>Mcir_Mucci2_109343                                                             
MNLPDTILLDIFSYIPLPERWLVASVCKQWYGVCHDPYLYRDVQLDNLEYRTLVLALHKLVGVASRVKSITINGCYSRFI
QDTIVPVHFSNRAHNTGPMLFSHLTALQPHRRRDEYLKHNFALHDEFSDMFTQLLCNNTSTLTSLTVQNCSLDLEMTELF
CSIACHAHALESLTYKDNHDKGIHSSGLLQAIVTACPRMRHFHGSHSGMDDAVLLTIARHWVSLESLTLCSLKSRDVLSH
AEIISDGRQLTGSSPTGRISGHALWQLLEKCQHLERLELYDLACISNRELAAFHALQTRAMQKDKRQQQQQQQEQQGTVA
SVKRFTPYDIPKSIFTHKRRDTAPRAIPGSSIRQLTITKYMTTPLSKPGFESLLKLFPNLNRLEYETNFHTFDNLFEGIT
RDMFDAECLAVKEWCDAHKGRLEYIGRWNADMTAEQRLMAGMASVSEGA*                              
>Mcir_Mucci2_109357                                                             
MEKLPAEVYRIIGSHLNQQEQRSCALVCKHWKKVFSPLVFAKAVLTTRSQVECFLSQGEDLKKYTISLHLVAPITNEEFR
HFVSSCPKVKDLTLFSNYSNKLEVKPAIQLISKHWSLSLVKIRMDSLLMPRALAFLAPQLQDITGDLEDLLIPGSSKLMY
SLPNLTTLEIENGTQSSNDAIRFLNQLHSSCPKLKNLTICSMRFPVFPDLYADVQPFSLNSFHLKNCDGIIEENAAQLLR
IFPGLTDLSLLRTESIIRPDLVDVVHSLHDAYPAISTYSPQIRNLSIDYVYGNIDTSNYFSNLFTPLSNLHTLHLELSCQ
VKGVTLREKVSLSNILTGAPQLKKLSMYGLAHLVTVDGLDHYCVGKIGHYDSRTRRIVQRDAFFEDEDENPPSPPADFDI
EADIAARERSPDPYFEAYSVLGVDYLLFYTDDGQEKYGEGEVLIEESSELMISKKMGAIDSADKTYKYWNVSRQPRSLQN
YTTAMPCFLSGLTILQLEMVTLRNPTFRWINSCCPNLVELSVLKTGPYPWCDIYLKDLQKLQRFNMSYELYYPHLPVLIL
IGEESTNIYRPATIHGKSYIEDSQYQHVELQNLYQQYQRA*                                       
>Mcir_Mucci2_109362                                                             
MRIFYYSTDKQEDPLTLLHDSNWTPPTRPLNFPPEIIQKIVNYLPRASLPSVASVNQMWYATVMPVLYRHLYVRTLPHWL
LLVRTFSNPTFSAQFGPQVNSLVLKPSPRLISSQLTSSLNYDVIENDDHLQPSLRGYVRLERVNFELTGLEDVDRPMPLD
MDDNSQQENENYKEIDTTQKESEWLSTVNDDQAATVLKHCSQLEYLNVSGCENLTDTVLLTLASAKQTAEKARKPMVGLW
MSLLRNATDAGINELIRVERQCKLPKRLRHLDLGFQVAMTDKDIEHITSYWGESLTHVRLNSIYQLTDDSVISIAHHCPH
LILLHLVRCWPINNASLQLLATHCKKLKYVSVSFLSRTNEEGIKYLIQSLPELTWLDITGCNINSLFKPLILEGWANYRR
QHHLPPVHIQDGSMNLL*                                                              
>Mcir_Mucci2_80610                                                              
MVSLSWSQLPSEIQQDIFQRLDSEDLIQLQTTCKSWHPAACECFYNDIRLSARGGEREKLLKRTLQAPGNLSRLLIKRLY
IKPEVEQLGRINEFNTLLVFGALCPNLTTIFVVGPPTREYYETLLALRQLGHLKKLNCIDTPSLSTSEDYTAEISTSDME
DYCTNADADDVTNSDSIAASFPMAQHLKEFPQLEHLDIQLCNNVDLHRIDDLLEICPGSLKKISVLFRTIFEETPSVKQF
DPKSSTRLHNIKLFELENNGPLNDEDLIYMMHRFPALQKISIYREEENCSTPTAKLGPQSADVICKFLQYLGNIPEVMLH
DLKVAPDVMCTVIIKLSKYWRVNELETCGLPEWRDDSFAYFLADKKPNPSTSFAIKLELPSFGINPLYHVALKALSGQLT
KLGVRGTLDEDQLLLEDHSVTEMAKSDIYNELLGRILDSTTRIKDIQLQALLINKLPASMATSVEKMQLNSLEINNCVFF
PQMLNQLSQRLSFVKRFTFNNIATVSGNPSSGECKQETNIHMPYTAFDKICANYTGFVILLTLSTDTMTRYYACTGPELL
EQVSKEEYSQMKNTTDGVPSINIICRDCNAITVFGGMGFGGNEVVLH*                                
>Mcir_Mucci2_109412                                                             
MLAVEILDKIFSYLAYQEIYRIRSVCKTWKQQCEYHLYLSIKAKKTKLYVKIGKKGRTTLVDMKPHQFDAENQVIEFKCQ
QPQDDDDNVVYLDHDTKHVKTQVQFSEWYQQEATAPNSDLLLDLNLVDRAQVLFHLQYNPSMEQVHRLVLPSDGQHRLHY
VGDKGIVITYSYNSDHQEQQEKPRNAVQFRGIDDSTTHTSQQSIFDQRDAAAASGTICLRIHSIHANLSWLLSGFNTRIA
PEPLYPKRYQVLADALSAHSLSDKHICAYSESVLKCIMTMSSDDTLDPDALSQLLDQPAAQEVSWKEALQAKLQSLGIDP
RVIYKYTFVKNYMLQQDTPRAKPDDVAKVIQESEEAWVIKRLNLIRELRQF*                            
>Mcir_Mucci2_80677                                                              
MQMHKIPDEILLRIFNVLVDDVQTLIRVSQVNKRFNRLIDDPKLWYNAFLTRYPVWGSRVEYSFNSKRLIDWKDFMIHLV
KQQKATKNFSFEFVQEQLLVSRRKRRFDQAAAQDEDEDDDDDEDEPDAEQPPFWIQDPLVVDIDRIDKTGIVATGKHRKD
TLSRTSQHKILFWEYPSWKLIRTFELNLTPSNITCQIIGIQSIRMPTADGKGTQKVRFFTLAVGIAFMNGLDQQQPPHQE
EFEDRVDIWKAIFVYRLFDDGSTQCVAHVRVEDLFLGREVFLFSDTSWCQSNDGDDGTDCQHDSSLADWMRIVCPSAQAT
APSSASHHDSRFTVYMLAIGPIFERNITGCVQLAQFDIRGQQRNILDPSTTPVVWDTDSNQLVAISKKFHSYLGFGHHPI
SHGRYSFEGATDMMTCIRLGTDVSCMIHFKYPPHLNHLICTGSYQDDELSVYDWRFGIKVGSLPWKTTQDATVIRRTTSV
VGANPAAAADQLDHAVLPPLHLDRRPDNNEDLQDDDDDADTVEVAVDVRPWGLESTLVLPPYWMSCDGKKEYNRQELAQH
GFRLIAVGDNRSDNQRDKLEIKVWDISYLLQVQWDPLIDSDDQAEEHISDSLLMELTQRFSWWPRRTKELSRLAIQMVLE
QQYQSHLLSQHDFSIDLTHHHHQNLQHNTPHIQHTLYTNNKKNHPQQFTLPYSPPQGAQSMLLSHTFDKDEQQQPSEDIP
VKYTAYNVLYTSLFLLTEDGKVTVMDIETGKITGTVENVAQQQVEGRRSNSSQQQESNNTTQQQQQVRGIDVNVIGGREV
VVTSKEGLLRGIVS*                                                                 
>Mcir_Mucci2_109471                                                             
MSKTYLLSDEILILIMSHVGSLSQLRECRLVCKAWRNPGLISMLGQEITLRSELGIFRLYDLLMRDPSRGYLVKHLVFNT
GEECSVVLKELLYLILTPNIETIKGDVSNDDFYIEFNKVMKRWPNKFEKFQLMTSCSEVTLPYFEALCHFKNSLQAMVFN



IGEYSEDIAYRCAKDLSQFLCLTSLKMEGWYQRLWSMEEVLKYCPYLQELSLNIHEESGNVLESLVVEDWAKSTVEPQYN
LKTLSIQTSCHADYLQYLFFKYPNIESIDIDIELDDDYIDINMHRITQLIKRVSHKHIVFTVGTGLDFREIVQDLQAYNY
TVMIDKVLMNGDFRLNLTPMM*                                                          
>Mcir_Mucci2_162289                                                             
MTKEPNNTICSIPPEIWQVIFSHLSARNNYECQRVCKSWYVPARRAFLDHVVLKSRYDLEEFLRCFTDGNTLNESIKKFT
IGYAYTMPSRAGLLLQSEAIHTLIDRFPNVQELTVSVNCIDLENFTQPHIMSAILEKWTSLSVFRVNQILLSTEKIRIYL
QTMHHLRQRMTELALYDHDYVTEMGGASRFVSMFPQLRHLKIIPQQGNIDSFSDCLPILAHCGHHLESLDLHSKKEDEDQ
GLLQRDRSPEEKQKLAHIKMLKLTMTSFCTNTIHFIIENLVGLQKMTVGFVYANLSDWTETQKTVFTSDFLSYLCARHEY
FLRPLTINYKEDDAYLVQILSRHTTASNVSKVDLHTRLVLYNNNTQFGYDYNNAIANSSKFSLQLLSNKLQYGKLQRTSY
FTHFYTGNNARDILDTFKVAASIKQATSLTLDLGGMCIFLDSIPRLVYQFLKMVPHINTLSIVWPRSYSENNSFVWPEDT
VQYPHVTSLELTAGLASWVDMSMLPLVSSMFPALAYLSMQLFSGYWHEASQAFVINLPQSKLTRLHLDATPVRIQSGNVL
KEQITFADAFFVLKVTQLLNNTSTHESYYRVSLDYLEVTRINRLEEQAQMGEHLTVHIIIKEIQHLNLYLSQEIYEQQQE
KPILLSMDPQKKVQTSISFL*                                                           
>Mcir_Mucci2_80702                                                              
MTTTLLTLPYDIIANISQHLDLCSNTSLMDTCRHMRYMFLSSKYLWRRITFDLNHTTDLHRIYSSLRKLDDSNGLRQHVV
EAIMDDSDDADLSPIIMLIKFPHLRKLSARNRKENTNLEVDIKLLQEMLKFGSVKPNSLPIEKINIYHYYMDFEPHLLAY
QKTWNRLSIHPHVELDIRHCGFLPEDQKETELEQELSLLEQRIQRLQMQQQSRLTPEQRQQEQQPDDPALQRRVDRCQRI
LCVDAQCWSCGHHFEHCWKCVPVCQGCKIKRIPPMANDNQIRLKHRRRQFQPKHQDMADEDEFSVFG*            
>Mcir_Mucci2_162447                                                             
MGSTDKITDQENALEEFRNAWRQEVKEKHSHEKHPDEPSSSSKEKDASHHLKGEEEVVADLIERTEALTTTEEAVPVTAM
DHYVVAVDNERQGKLGKALEGYRRAFKLDPDIQYAYQKHYQKEILPRIQANQDKPKEHTEEFKHIVPLGKEYTAPSATRR
DPLADLIEQFLNEEDISYIPKVDYKPVAIARLPSEIMLHILRILVLHSVSTIPYFALVCKKFFLLSRDPSIWQYACIRVF
REPGMTLEQSKRFQTNYVQKFDGHWMRMFIDRPRIRYDGVYISTCNYVRPGASDTGWDKPIHFVTYYRYLRFFPNGKVLK
HVTTNEPQQVVKLLQSGYNKKQCFHGRFLLDDENHINVVMKDKNLPREIFNMRLKIKTTHRGRHNKLIWDDYTSKSIEPH
REESRYDLKLLKAFFFSPVRSYKVHYPDELEDVTTLDDDTMMLMM*                                  
>Mcir_Mucci2_110066                                                             
MTRRKSVQELVKPLRKLSLLPSASSHSFQPDLEFVPEQADLSSPPHEHEQTDIVSLLPREVILKIFSLLTFQDLITVQLT
CRLWKRLTQDTSIWRSRLSQLNSRFVDIYAHQPAKSVEATAMPLKTRYCQAITFANWRMGTVQNATKLDDSDGHRLLSVK
LRDGLLITLAEDNMVRLYQYTTEAGFTHKATWSFGDPTQQPSNMVECIDILPDINILVVAQRGSKCMFYDITKGPKHDPI
QVLKGGSHPWFVPDSISVNQNYFAVSGRKPSAVFVWNWRKGVRLSNRAFDNQPHNVFLSGDNLITVSVDGLLHIFDIFDN
TGEASSTHYLNPCSIPCIEYDNALSMILAPHASRRIHHYRWHEATPPSSVPSGSDSEQSDDAPIPQPSASVPVIPRRRRL
STTFINLLGLKSSTSSHHIPTSSSSTTLLHHSANSSNQPRPSTSSSTLLKKSSREFYKSVRIRRHSSYNDYGYACQMKTD
QYIKQHINSLAHKVAPPPPPLPKFDERPRLVHSIRTTPLGNAAKEIVNVAKHGDRVATVNRHGDISLYALNGTTAARVTY
SLQDIQDWMEQPDDINRDDDDLSDGYDFVRSRLAMGSMGLVYGSKNGSLWWLDFGCRATVPGT*                
>Mcir_Mucci2_110254                                                             
MLSESSDILTVQRAQYVNWCNNRNFLSSPLIMPTTSRQVQTKAASAAAMSKRSVSLPPELLMEIFSYLDGDQATLHSVSL
VCKQWFYCAAPILYCHPQVNDTYRWATFILTLTRECMSFFYGDLIKSIDLSSGKSIEAMKDQEFCRRLSDANENEQHQQQ
QQQHILPQRHTALGGQFSGIAANNRIFVSSREYRNTEAERRRQEHEYVVKGLPFIIVSTSSLLQVAKTCKNLTSLNLSYT
SLLHDSVIAETGEYLSTLQRYAVQPGLTHIQIPIEDAIEAIGKSCCQLEQVKIQRCEWVTARVVWLFAYHCPSLKRLDAR
RSTKCTVKKLIANVLELPGYYSQHSYRGGDEDDVALPSYIMPNGNGSTTTATLALPRNLTRGGSRLDGGDGTHAVDDDDD
GTIVIEPRAEEQAHEPEGQEGDVSMVHFRFNDETGLWEREANGQLRHLTDNADAIRNGTFWFVPLINTEAEVPVAGRRPP
SPVQQALSSQSIFSNENKSLKDIVRAIIMDCKDLGAIDLNWINEYN*                                 
>Mcir_Mucci2_111313                                                             
MFPDLPLEVLEHIFTDKCISQKDLLQLQLTCKKWSPIARRNLYKRIQLLHSYNLYEYKGKYHPRAKKRLALLVQSLLLLN
SQARRYVKHINFDDFFRNRLSQAPFYDEDSLVNIAVLAHFCPNIIKLEGCNFPAKFYEILLRSHRNGHLQHLEHFTSPKF
NNSREFMAYHAALLEFKDTLKQITIKDAVSTTLTTECLISPISLQLFSCAERVSFEETTRVHLHRFKDYIANCNSNVKHI
VFRLEGPSMPLQAEYNVQSVVDPQENVQELYIFTETSFASDELAFIMHTFPSVKKLTLETDTDVHRQHDIDAVIQFFDYA
SLIPDVSCNYLWFEVSQGLGLLPHLANSLEIKEVYIDCREAKTTFIATIQIHSSPNDLQAAFTSALENLKSKFITSATIG
PALDDDESLVQEVHQQSIDYIIENYSGLQDLMFNGVVFPSAVPRSNIQRVTHLRNLHLDSCKITEDYFARLSCQFERIDC
FKYTCLGWDEDARNRAIKIYLPFTELNTLAIETSDAWPRFLLKVWANCNCISFEMIRSEDGYLLDLEECDGASDKPDHEK
IIVHCASLKKIDYCGIVIDLP*                                                          
>Mcir_Mucci2_164104                                                             
MVNHTQALPFEIWINILNQIESPQQLARCRLVCKQWNPVAEKAMFSGNFAIIPDDESFVAKLHYHLTTKPALALLIKSID
LASSNISQSAPLCAELLELVMTSNLEKITETFPLIHTDLVYRIIIRSAHKFGRIKWIPVNVYSYLYKRCVYALKDSLEFI
RVSIDEEDSTIDLDLFGEFKRLDWLELVHSSIQDITDLDLILRQLQCATKLDLWTNFTGEDYTSKSGSQMETWLIRNVRI
DERIKSIVDLSDRSRDHWCNLIEYIVYKYPKLQFLQLTRLALNNDAERVLQAIKHIPSLTLVDAECNSADHLWAVGDTIK
SASNVIKIKYSPYVVSGDGKCQIEQACRRDRIATSEFSVKLQSEAPHAYFERFLSSAGSGVSVITKANIDLVHWRCQDNS
KGLLSLYDILRLLPAVQDFEFGDAIIKYQASGNCDLILNDLKKLEIVGAKIDHRVITQLSISAPNLHQLTISSSLVVGRE
AKIAIVMPHSNLSTLTFQTKDLDSETVEEDYEQRSELRELRLNGKKMGLDKITYLCIKTELFPEKRYALEPISRVITTLS
EKEFKQQATASKTVHIECKSLLSLVFASSNLNITMHFQDGELTSR*                                  
>Mcir_Mucci2_164397                                                             
MKASIQQLPTEVIINIFDQINDAKQLIQCKLVSKSWTSLAEKSMYKTIHMYLWDDSRLERLNHHLKQKPEFCQLIQNILI



SQQYFYTFSKRLFQEFLSLAMTPSIRTLDGIWKQEYLTMLLDYVESSSLKFKKLKQLPYSVRHDSVYMQLMSHFKESLQT
ASCSITEKTTLIHQKIIRDSIKEYKYLTTLSIQDYRGFKSVQEIDTFLQKCDRIKNLEFIINQSTTYTYMDEDQLSQWLA
SGSVQQVDSVNYLKISYMKGPDHMERCSFGPDWINYLAYKYPNVERLSIENITLRYSHMAIPVFGNVKAFSLDDWRFHCT
QDLQHFVDRVKSESNSVRYYKCIAVQGSEICSLRATKDRNNSLTKFEIVVGQEKLSNMDIVQSCFKNVNHTSNI*     
>Mcir_Mucci2_111874                                                             
MYTLSKLPIEILYSIMDHLDTSDVITMARLNSWYSYRLSTVISERISRNVISDGWRIHIDILAKSYPSHQVNPSFPFATE
LLLLSEYSQINPSTLTLEFNLLPIDDDGLDAIQSATRSQRSIVLFDKIKTNVDIVAYFAQISTNRRLQHVNQAGAAIMND
RHLLSSDQEKSGIAVMGTGFRVQYNLTTHIIQDMSTLVDQFKSDYDQHKSKSDSSSLQDEAPAQL*              
>Mcir_Mucci2_127844                                                             
KHTNTHTTTTNSTLLDTPSLFEMFDTLPDNIQTYLMFQLLKRSPRNALRMANATIMQALKRDIVVNLPKSVAEIVLSYLD
IRSLCRASGVNHSWKQLVDNASEVWKLKMKQLDFVPTPTERLQNNYKQIVRRHTIMRRNWRQNLHHKMLLEGHEEDLVTC
LQFDDEKIITGSDDHSINVYDIKTGKLKSALNGHDGGVWALQYVGNTLVTGSIDRTIRVWDIAKGKCRFILRGHSSTVRC
LKIVMPTKIVNPDGSVTMEPSEPIIVSGSRDMTIRVWRLPDLEKEPDVPLSTCLEDDVISQRFLKYKLVEHEHSVRDLAI
YGNILVSGSYDNNVIVWNLETGRKVHLLKGHAMKVYCVAIDPKRRHCISGSLDASVRIWGIDDGECKFVLQGHAILVGLL
GLVDDCLVSAAADATLRIWDPSNGDRLHILAGANGHQGPITSFQHDKYKIISGSEGGVKMWDTQTGELMYDLIEDVAGVW
RVCFDERRCIAAVKK                                                                 
>Mcir_Mucci2_82954                                                              
MPRWTSIPVEVLTRIFQFIPSAKQLGACRLVHKTWNNPAESAMLGRKITLHNHTAFHRLIEHLESKPAKGRLIKYLNLDF
DYIYMDRLTLKHAFELFFTPNLQVLKGEMLSQISDVGCEIIQEIVIKSKQDLFKLRYLGNTRPTTDTYWRTVSLFKQTLQ
RLDLQFTDCEDMASQDNRHLTHTVALEIGGFKHLHHLDLQIFYDDSIVDMDRILANCNSLRHLRVAISMNHSESLSDYFQ
VNQIRKMDNTMSLVLYTDPGETPILLEYCTTKYPHIERIVYESPDGPPGFAEDLEDFSRELEILNSVPHYEMEFSLHPEN
SIEDIRSTLKTDKNDVVIDILDQDSSTTVNGAKELEMFRSTLYYEMKSQVQSAFSMDDIRETFKAEENNVEADILEDQVP
GQGYYIDLKHHNETS*                                                                
>Mcir_Mucci2_111958                                                             
MDRLPLEIYNQITSYLTFSEKRKLLLVCRYWHNRIKNGNLFNNFGIKGHHKFEAAALFFDANASHRKQVRSLRLTKPEAD
LDYVLTVPERFPWIKDFVWAHYGAHQEETAAITHARVDHWNNLTSFGEANRYPLATDILKQGGFSNLTKLTISFHFSGAS
CGALVQQLANAPKLTHIDFASPTMALMDLEQLHLNAPQLEILYLSGVVQEEDGFLEGHGFEVVGVASHLTTLWMRNMNLA
TGGFGLTNAWMSYMATKYGHLDCLTIDGVGMTRGRQDYYESRLTDIAAGCPHLTTYKVNLFPLTSRIVSAMDSNQVKLKR
IDLTGDPTEDQIQHLLRSRQCQSLQTITMENTQLAPEQLFSALEGFSKLRHVEIGYKHRQSVSLDVVLQKLRYLETLKLS
TWHIWLDKHAASTIQTRLRSLVLEKSDIDTANENVMSFLASTCPDLSRLSIQGRIQEGGGNTVFRVEFPHHYFTAIKLDI
FGNEYYRVSNQRQTTWYQFSARKLLASHQDNQAIPQDQPHVSIVYQGSANLNIGGTDIPNW*                  
>Mcir_Mucci2_111996                                                             
MWSCLPQELLVKIFGNIDSKPQLAECRLVCRFWHSQVDAILLAEHIILDSDHDVLQLYKFLNGNPARGSLVKHLTLRGSH
YNEYLLSQLVHVVFSPTLEKFEGQLEGCGSDILLEINCKALDDTSGFDRLTVLPSPQEFTLMYFNTLLKFKQSLQSMALY
LSDLDHSLEQQYIMTHVPGFAAVVVLDLKIKINDVTDVEEVLQHFDRLEQLTIELDTECAFIMSEKRLQEWTASSVTVVD
SLDTLEVKGCFFGDVFEYLCYKYANVNSIKLDISEYLTPSLLIPAYNTMSREQITIQSKRISQQVISKISRAGIHLPETG
PIQLECLALLQNDTAHLKYDEERKLITCIISLTEE*                                            
>Mcir_Mucci2_83015                                                              
MSTFCSSSSIVINTTHRNMLDSLPNEIIWEIMQTLDPLDLSRTRLVCKRWRTFSDHPALWRDIELEATEETQQHAKDLPL
WNLPDLRAILQLHLSHIQTIQIRGVRDNIVQYILLNCSNLQELTISGWSTLSDHAFRVPTPTFEALNLRRLRLIGQRRSN
YTSLDATTFGKLLKYCPRLEEITVVSCQIHVQAECLLQMVDQVMHQDQSSLSMQQQQQQQDQDQHSLSSPLKSLVVATKR
TWSNHHVMRLFQLCSNLQFLGLVPDSIEVVEYTGINQNNDEITAPMPILDHSSNTTPHSDASNHQQHHLLTKDIQAMDDN
EMLDSDNLIVYKLNDSSNLVNE*                                                         
>Mcir_Mucci2_112223                                                             
MDVSWQTLPNEVLWLIFTAIEKTNDLVQLQQVCKHWSHLAYQRLYHTACIDQTPFLMPYARTLQHSTYQPRYLVMAIDLG
NYFPTSDGARSGKYKKFIHRVARLCPYIVRITAGLNAPSKSFYQAVLELHQQGYLQHVQCLPDFSYKDAYKSETEYYRLV
TAMKASLTRVSIAKNPFSKIYGHHPEINLWEHLKTFPRLEELGVSYKDDGFLYEADAFIAKCIAPAVNIHVHLKGFSEFL
SEPLDLVTMTPAQPQVKRLDVDIFRFIVKDLDYIMYKFTGLESFSIKNTRDQRNEFILIQPEGGNAGLLHMCLKLFQFLV
SLKRFMVSKLWFPSFNIGLFSFWAQHPQLKALTISKCSMFEAEAAYMTVLSRDKGAGFKLTSDFEDIKDGAYEMKLDLNH
FNFALYYSQILELFKGNTIEALCLCDITATGPADTESERRKSVGNSLGYVIDHYTAINDIQIHRANCHTMNAHTVKKQLQ
RLTFKQCSIHPHALRQLSGSVERIQKLILNEVVMVNADQQNHSFNINMPQTIIDDLRIINYAARVYLVKLCVSEPSPVTR
YLQIQADDVAYMEPDTYSAMCLTSKYHLDCIVVHINCRALKTFGTSYHRCFNLINE*                       
>Mcir_Mucci2_84993                                                              
MATSEHHLPVEVWLNIFDQVQDKQQLAQCKLVCKRWAQLVEMAMLKTVVLTETNTPKLYQHLLKNPRSIRYVQVVDLSKY
PINNLLHLYDFMTLVMTPSLKAIDANMCSSEFHEMLLEIVAQKPDDRIQLERLPMTTFSNDAYAALVSLLRKTLRLLVLG
FIESARVELLGSVSNNLNMFERLTDLRVIDLIQYIDSVPKLDAMLKGCSHLTSLLLGVDQSPTRIATANLDTWLSQNVHK
VDSVKSIFVRNTSIRSSEQDEDTSGGFYLDLLRYLSFKYPKVNDVSINLYKQKDQPIVQSLFENAETVKLQNWKVDTIDH
AEQIMNVWKSQTNSLVIQYREPLLYEDYACVMNVDKVKKDNHAKLALQYILLQVPAERIQQIVASVGNTLTKFLEIDVVE
YQEIDKEFSPFTFLQSTPFIDHLKVSASNLVQALPLAPLTRLHTLELDVVKLSPKDVTAIASWALHLKHLTLKCRKFITD
HRNPLGDLSYRTITLPQLDLSTLTFKGDMLSQDLCISFATAKSRPQLYYAAPARPIVRTTLEESELYTHATESITIRCKS
LKRLSVSLDDVILEMEFDEEGNVIESNPAVVDSKMTQLQQDIRDLSTENALLKTENQTVTTKYEQAKKHLTQAQIQTIEK
QDI*                                                                            



>Mcir_Mucci2_164797                                                             
MPASEDRLPVEVWLNIFDRIPDKQQLVQCKLVCKRWAPLVEKAMLKTVVVTKENTFKLYNYLKDHAKANRYIQVIDIADY
SHEDLTGIFLLLSAAITPNLREINGSVLTMNFIDTIADVVARLPADSVKLQKVPGTALSNDGYVSLVYTVRKTLRFLHIG
LVRDTTLGHIAKVCGHLHEFESLRDLRLMDLKKYIDSIWVLDSMLRGCLHLQNLLVLVDQSPTRRATNNLDAWLSQNVQK
VDSLKSLTIKNAALGHFEDEVLDLSSGFNVDLLRYLSFKYPKVQHVEMDFYEQLNQPIPRSLFENAETVTLREWRIDTME
HAEQINMANYINENFQRESPLVLLQSTPFIEQLKVNSNNLDYGFPLAPLTQLHTLALEDVYLTAEDIAAIASWAPQLKHL
TLTSCKFTRSDNFGARSMSQEILVPELALSTLSVRGSDMRTQDMYISLEMPGSQSHLLYAAPSRPLVQTTFEECMMYFSE
TTALIIECKSLKHLSVRLNSIRVEIEFDEDGNVIESNPDIIYSEAMDLSTDIASLKAENQALATKYEQAKKYLTEAQIQA
IEEPDL*                                                                         
>Mcir_Mucci2_112306                                                             
MGDAAFYNDDVFQTMTITPRAFPQMELLDVRGNRVDVEQLATDYHLILITLKNTTCPACPQLLKILNMYGLDPECHEYSD
PFTHQEFTIDPVRKRFFRLLLKHDAYFLVLCPGTNAQVGQIQAKTPFLDYPFISTQGGAVELVRALKVHLSDTEFMPAML
RVANNLAVDSVYIGRGPGQYFHQYLLKQLIEARCKREMSGIVCLRDAHEIMNQLKRKSIKCQQGKMASNWINLARPLTAQ
HLSRSPTKRSPPPLPTTTTADDADEAIAISDTPPTRDTASLPHNNTTTSRLIDHVPSEILEIVLDCLADDTPSLVRASRT
CRKFYVAICNVLIASIRRQMAHLEPALPHQDNQVVWDEADVADESLDRWSGGCQEGFPYRELSKRVSDARNVLIRTSEWT
RHWSPRSGSHSSSSNSSASSSNGTHGSRFRARIV*                                             
>Mcir_Mucci2_156679                                                             
MTSHLHWQSTTSTQSRLLSLPKEILLEIVSSVAIDSNALFPIALLELSQCCKYLYHLVHKDPWRQQTLWPRAFHHRFDTG
AIYRRRLHQQMNWQYVLERRCRALNQCKTFAVNPSRIELLDAIDWEVIWDVITEHDQYNIPHLMDYQVHYAAGIAFQLGS
YRDREIYPVVLPILSILVNYDFSITRFFTSENTAIVSNELSQFAYNFEADALI                           
>Mcir_Mucci2_112474                                                             
MKASDLPQEILQNIFYYLEEGPRYYIDDEEDLAKRSLLQLQLTCKLWSQVAREVFYQNIGHAVKELSFDNKLFNDNLRFA
AIVILCPNLKVLLRWERSNADFYTPSLALYQLGFLQKLEKVSPPTKMGNYEAEIESYHNYLKLVFAARQTITSLQLSGGY
KEKLAVILRKFINLKEIRFVPDSNIDLQQLSRLLQGSHPHLKVIDISSVVPTTDQHQEQQPLLHGLTENPLTEHFAMELC
PLSIQDMQRIQFIFPKVSKLFLNRISALDEPYSGSSVVQEENLDMVFDQFFKYLSTIKQFYVGCVKLSCEELLAALAIVS
KHLQVCRVSIEAGYRRHDFFIASAGHFERITIGHGEKPNCCIELKVHHSLINNAFCQDLYKTIARQTAPLDMVIAGTLEE
ILNPWNQYFGNHIGYLLAHCPSLIQLTVRHLSIDIPQLADTDNPSSVSTLNIIDSSVTPGTLENAARKLKFMSKIKIDNV
QQVEYVLSDIRHRIMEINMPQASIESLIFYDHRIDYRTNVIFKIQLTAGTFYYYIDSGGWVTKLSRNAYLNRQTFTQRDY
LEFTVHCNDLHRITTTYGTIEID*                                                        
>Mcir_Mucci2_84813                                                              
MAVFGDLPREIISLICSLLKQSAKYNCTLVNKEFHDAAIPELWREPNLPSTHLVKQLLKCLKIGKHQRGEYIRVVKLGFK
VALSDDELLHLIQLMPNLEVLELRKADELTDRSIMRVSEYCTQLKSFGITGAMVTYRSAHYLGQCQQLQKLTLASCPNLT
PLALLPFGQLKIEYLDLSGCKWLNVADTAYDLCSFQHLTHLNLVCCDIINMDFIHHLTAATCLPNLQDFSITGGTVIEDS
AIIPFVKAHGNIRGLFLLECAITDSTLEAISDALPSLHNLDLSFCRRLTSHGVRHLISHCSNLRLLGLKDCGITQSDFPE
IPSSVFPAITENYPHLNTLSYTELGYIRAQCQQQQQHQQQEQDEEMAENETLSTISMDDPEEEESVSQSYTYIQQYLDAQ
TA*                                                                             
>Mcir_Mucci2_112531                                                             
MYIIQHSAENARLPAEILTEIFKKLSNETLFTCLSVCKSWFHPAGQLYYRQLHIDDNTKRSADIKKMARYMTHFPDLLIG
DKVRSIRIEGQRQIGGRVISGTLPAAPSSKEELETLLQLCPHLQELAFSINSVYWKHVYEMDHHITDIIRPKRLYTVGKL
RCYEEEYFYKVAHQFRSSITELEIHCSCDASIHDGFGSLYSYLADFPLMRSLSIKSGSQRYMIHLDRLLNACTQLRKLNF
QLDHSFFEQQPYCSDQQAWPDEYASLHELDIYQSNFNVQQLQYIIHRFTNLKKFTLRMNQIDIHQRKLWKNEEGRHLESA
AQFFKHDFMQFLAHLDHLHLHFNIHGRSYVEHLVEYMYLPSLCSDDKGSLACIEASFQVNHGRTERTQIDIHKNEQKQLI
DYTFVRDFSGPEPTMDEDQQQQEQSTQHLPYLTHLESYGKRLQSLHITTTAKAKHTEAANIDLILRLCPNLQELTLVVEI
SPVTYFSPDVSLMNHQHPPSRYWHYNPTTALNSKLTSLTVKGITITKELLQAIAANHPGLESLSFINCLSESSIESDSNL
TFHLYDLSHLHLELLVFDIFTHRCGKKLTVPMVCIAMESEDKSCHYYLAKQQKDPVTDELFNGISTAMYTELITDKEEIL
TVVWFKVKALNNLELQAGRNQSFIKKVQLT*                                                 
>Mcir_Mucci2_127981                                                             
FQQLPPQQKQFLLYEIINSCDNSQLTYLNNLIAPRLKIDFLKELPIEISLHILTFIDDPKTLARAATVSTLWNSLLKDEA
TWKSLCMKHQYRRRNSSICGGELLEPPSQRRNFSYREYFKRKYNIAAAWAHGGKVKVVEDGFGEGLVTSLQYDDKYIVVG
CDNHRIEVFDTNTAEKVRTLEGHEGGVWALQFKGGEKHDPERVLVTGGCDSRDVRVWDLNTGTLRHTLRGHNSTVRCLKM
KDKRIAVTGSRDTTMRVWDIQRGQLVHVLQGHQASVRCMEIHGNIVVSGSYDSTARVWDLRTGRCLHVLTGHYTQIYAIA
FDGHKIITGSLDSNIRVWSAETGQCLATLHGHTSLVGQLQLSGSTLVSGGSDGCLRVWDLQHYECIQQISAHDNSVTCLQ
FDDRRMVSAGNDGRIKLWDIKQGRLIRSFTQPAKTVWKIQFSDTKAVVLMQRKRSSNSDDGKTVMEVHDF          
>Mcir_Mucci2_112777                                                             
MWETIPQEIYLQIIHFINEPKQIKQCRLVCKYWNHPDLKYIQQLSRIVINNKNSVSFVYDFMERHPTKGRFVKHIILGDS
FDWNRTFLNLMDLIFTPNLEVFKGILTYNEDHFYYKISNIIKSSPKKTWNLKVVPDNQYFSYLYFKTLLLLKDSLEDITL
NFHNYNRDSPPDKGRIARHMDQFTRLKKLSLMGSFRIKELRDILQACPHLEELYLEAEGLRSFIFDPCSSDYTDLKKMTS
LRTLKIGRYAPASVMEYLICIYPNVETVESDGRWCYPLYNEVIFTTLKAIEKVPIYKVKYMLDDNITPLGDIVKSIKAIR
HDVSVEHFINAIDAEEIIITSNL*                                                        
>Mcir_Mucci2_113071                                                             
MTLPASSPTIKIPLSNRDPNENTSTFRRLLESKRTLRCRTNAKKRPSNSSKQQKQQSQEEPCPASLSPPKDGQAPSSGNA
IPPLPDLPRHFQQLEQQKKQRKETTCHSTAPKPRPNEPKLQLALNREYNNYRGREIFIHIDTPIFTLPTESMWTIFEHCG



SFEDYHQIAGVCKKWRSLINAAPLWKDMAIQWTHLLAVIRAQCKAPHYDYISTLNVTGSSTTTMMDPIALRTTNVSFKHL
RHMRIANINYTDVKFIMDWMRGLESVHCERISCSSGQNVSLRVFFDMPCLKSLKLDFVQEYLLAPTSYDFDTHGNMLPKR
STLPPTLETFSLQGIYDREVHTAVDNDGNRLAAYWDLLELQLVRKYSMLTSLTRLTSLTLGRISAFTSRVWLECFKPCAP
RLEYLTLMNWPGAGKRESPLGTGGTPDDASERITEDSLQAAIAECFSSLKQVKEIYLDDFVCDIGVIDGISQLNTLYHID
IEGLHGQARQPYTVHDFKATKVFGLKISMLSTTRGDPAGSPCRDTKA*                                
>Mcir_Mucci2_146824                                                             
MIHTFDSLSPNLKSYLLFQLLKRSSTNTLQFINSVIMPVLKHDFLSTLPLEVARQITGYLDAYSLCQASGVCRKWKSIVD
ADHRSWKRLIVQDGYSLHDPLDASLHITSFKKLYARHHTLKQNWRKGRAVEQSFRGHDKFVVTCLQFDDDKIVSGADDSH
VNIYSTATGKKRMTLEGHEGGVWALQYVGNTLVTGSTDRRVRVWDMDTGKCTHVFTGHTSTIRCLLITKPIRPGEQPMII
TGSRDATLRVWRLPDPKDRAGHFHGNGSNNSDALNPYFVHSLVGHRQSVRAIAAHGHTLVSGSYDNTVRVWDIRSGRLLH
LLEGHTQKVYSVVIDAERNRCMSGSMDTSVRIWDLETGECIKKLDGHSVLVGLLGLSHQYLVSAAADSILRVWSPETGVC
HHALSGHGNSITCFQHDNDKVISGSEGGLKMWDIQTGRFVRDLITQVDGVWRVAFDGRRCVAAVQK*             
>Mcir_Mucci2_147761                                                             
RGSFILLPLQNPDFLHELPAELAYLILSHCDERTVVESTLVSKRWYMLCKDNHLWHQLYQQHHGIVYPSSSDTVVDYKHL
YERKTQLLGRWKHGQHQMRTIMGHSDSIYCVQFDTNKIITGSRDRTIKFWNIAGQHCYKTLRGHQASVLCLQYDDTILVS
GSSDHTLLVWSMKTYQPIHCLRGHTSGVLDVCFDEHTIASCSKDATIRIWSRSSGRLLQTLVGHRGPVNAIQFKNNRLVS
ASGDTVIKLWDVETGQCLRDFVGHAHGLACIRFDGKRVVSGSNDNKIKVWNADTGECVLTCEGHTGLVRSLHFDKDKIVS
GSYDQSIRVWDIHTGECLHTFARCHTSWVFDVLFDETKIISTSQDQKILIMDFAYNIDTKNLIKS*              
>Mcir_Mucci2_113390                                                             
MATINKLADDCLELIFIHSDGNPWTLSTISEVCRRWYHIAQRPSVWRTLKVCLPYKHTAYVKFLSAEHTKQHLAFVKHLH
ISKPNETRHSHPKPMPLKALHHVTHLETSNLCLAEIGHLSQQLKLISSDIESITCNNIETWCDTRQFSTDLFSAHPHLHQ
VCFHFSEDGHSGFASIHNAPESVAPAVSDIKSLVLTSVRDGEDMDQHEVLEKMQIVETNMDEVFSQEQIQQVEQQKAGLL
QIWDEVEQKLLKKYSYLTSIRHLEHLDFGFCYAWTPAMWRNFRCLAERNPRLKYVGLHGWDQLGKLGKFASRSSTFQPIR
ADAESAMAECFEAMPNLTTLKLVDFAIGPGLFTAGRHIAKSIRHMDIVFSKYFLKYLSEQADIWHLMGPIKDRHQFKQFI
AKLAATAKSSQPFGLLTRRLALRPHVGMSNQEFHLLPIYCPYLEYFDFNPALWCYFSYTAHVAQWRYLAQFPCMERLRLA
FPILRDTGSSITHLEMSNVMVDELADTNMTVISLLKYTPNLVSLKLSNGIMVSQNISISEFEAIHTFCPHIETLHLDSFD
AHLMTKDGYWVDIETLPTASQLKNLRLDMSINSEDFLHYWSHKYPFIQTLDIQLRLLEPEYYHEAVQPENSRMKETFADM
ATSFRHLKRLKARFDEKYFPCDVFLNGVNSIPTQMEQVSIHFFNFDYHRRSARNFKLLMSNSINTMTDINISNWDRSWDY
ELDILEPLSRCNHLKNLSLSPQPGTLTEFDIDIILDRCIHLERLELSNTYNLFVRDDANDNIVKIHRLEAVTLKHTMVNN
RLFEYLALRCPFLNILDISHVIKPYDNNIQVKIDMPHHHFKSIHIEKLQLGLRIEDSGFQCNHYATLLSLEETEKTDRQL
ERRRSALEKCKQAVATTWYPERWYHVYQSQRKCSGNHNGSVMTDKLQPRIQRLNESDIDKIKGLHVTRQLWEQISFVGSR
IKYEDKSNWHLDIPFGHFSVRCRSVKEIRFEGITL*                                            
>Mcir_Mucci2_147969                                                             
LLKIFAQILPYEIAIQILYYLDLTSLSCMSRVNKRWKQICEDQTLWRSLFYASGWSANQASIDRYLSSIPASASDDSIPQ
TIPQKTRGITTNSSAIYHYHEESDLRFINWKRLYRNRRLIDHRWQDGKCKMRPFPPTQHINGMLLFEDVQHNSGIYCLQF
DNNLLVTGSRDRNLKMWNIKTGQLIHTLEGHTGSVLCLQFDHRYLISGSSDSTLIIWDIVSGEKVKTLNGHGESVLNVKL
LGNTIVSCSKDRTVRTWDLEKGISKVTFRGHRAAVNAVQFKGDRIVSASGDRTIKIWDMNTGECLKTLDSHSRGIACVEY
DGQYIVSGSSDQSIKVWDAITGECIHTLLGHTDLVRTLQLNSKAKTIVSGSYDGSLKIWNLEEGKVTRTLNQTLHGRILN
LQFDFSKIVCCSNLGKIVMYDFTHGMDTQFLL*                                               
>Mcir_Mucci2_153856                                                             
MPIYHLPSELLQQILQHILDSPDASSQELLQCALTCKSWSYFALQLLWHKPLILKPQTWLKFSKTLALTNTYIAYAPLVR
RINLSAVTEFISDESLLLLSVCKQLDRVTLTGCTFITDAGLISFLKQDVGRFLLSMDLSEIKHLTDDTVLAIADSCKRLQ
GLNLSVNPVKEEECHGITDKSIVKLAENCRDLRRIRLSNWKLLTDASILALTKHCPTLLEIDVVNCSITNQSLLSIFNSC
RELRELKVNQCHYLSDDGFMQSALTTSMPGRIYYDQLRILELTNVFGITDRTVDCITQAAPKIRNLVLNKCVNLTDLGIE
CLTRLGRYLHYIHLGSCKNITDQAIIQLASKCTRIRYIDLASCHKLGDATVAALAALPKLKRIGLVKCHRITNHAIMALT
RNARTSVSLERIHLSYCEQLTVQAISVLVIHCRRLTHLSLSFIPAFQHEEFQRFCRPPPKEYNSELQRTFCVFSGQNVHD
LRNYFKSSRSLR*                                                                   
>Mcir_Mucci2_165904                                                             
METSTANQQQHRENGPFPAELLLAIFAYLDGATLTSCSQVCRQWAQVIAHYDELIWPNACHRDFERASARRWWSLQFPSP
KAHRNQRSWQDMYRITRNWYNGRCVKGFYPNVCDSTSMDTLPSTVIGAPQEQGMFTSLTIANDGRIVRSNPNYHGPSGSQ
SLIIQSPQTKQRFFLDNTAATSEIPGWPEAARSHSIVCHYTQPNSKWLVTGGLNGTVAVWNLETKTLVRMWQGHRGRVLC
ISMNDDVVVSGGSDSMIRVWDLDKNNSSNSNTGWTNHHRPTRRGMIDISSYLSGRSDWYQGVGEIAANGHLVACAPDASG
PILVFSLLTGSLVYELRVPEETVQTSEWAAEDITAFTRLCLTPFFLLTKGKVANDSSTTKLVPPTNNIVQQRRQKKKSAG
YVKKLSDSIEETDSPAPPVAQMTPYQLYQYYQSINKTGGSDTEEEQLMPSTSACINVWDLQSGKIAYRLLPTLEKPYQHY
TITDVRLTPDYSKVFASIEVRGQKHYEERLYCWDFSLKYKDQPQESFDIIELDSLDPALRKTGKSWVCYM*         
>Mcir_Mucci2_185227                                                             
MLDKLPTDVLYDILNLLDSASLIRLSLVSKYFNCITNDELIWKKLCAQEFNISQDNAFRNKGWKRFYQGLKYHAKVFTWG
ENFDDRLGLGDKSPAIAAETGFMPANPRLRMPRFTARYPNQVTVPQEVASLKDKHIIDITSGGWSIHALQTTGSVYMWGT
MQQDISPRSSVGTRRLRLPTLLQDTNETQQKVQFHSISSGRGHVIGLARDGSVWHWSNHIMLQQVDLNTDDKVVQVAANW
NYSSVLTSTGNLYIIPKPDLIIPSQVTSEPQPTQIVSSGISVAQLLPNHTDKIIQIAGLDGYTLALTEFGRVLKIATLDQ
DALNNRPMQCVVELTHFSSTENEHNSRQGAMHRFLTGAFNNFAVYTKEKVMLGNVDVTGNTEPTRLAELDNHDVCKVSFG
DYHYGALTSQGKLLTWGNYSSGALGHGNISHENHPTPKYVESLADKFVFAIGFGGWQSSVLAIDRVDDEDDGDVGGGGIN



E*                                                                              
>Mcir_Mucci2_113675                                                             
MKTITDLPSELLPNIFRFLPIYSQRQCLAVSRCWNASVRPSIPTDADKMDLHGYGGIRNLFTRIQANPEYGRRIRRLNFI
MQTGTGRPITRNELVATLEGCPNLAEIDFVDVNPFYYLMYMVDEEVQIPKLELVRVGESHHLASLGHRFVDFAFYYRRTI
NRLKVHIDSNDFSLAVGVDSLNAYFHRFTALKHLNLVTRCPIVLDELLDACPSLQKLTLDAPPNSFQAIDPHIGALAEPI
IETIEVKQTLMTAELYVYLRDHCRHLTQVSVFGHASADDNTVMSTFRRFGRQEALPIVNISFKKDFPVSAAMLESIHVWF
PNVCQIELKESNLFSVTGGSKNIALNFGNLHLQYLSLDLNPLIGRRRSVCNKVALEIISGNTTTWYQRDGKCRAQRVFNL
KTRTSYIKAAAKQKRLESNTTSVITIQAAYVNNIRVHITNRHSSLNQLIHLEDDEQD*                      
>Mcir_Mucci2_85722                                                              
DIMALPTEIINKIFTEDDIKIKELLQLQLTCRHWSPIAQKILYTFIDFEDEDDRDEEYTREEALQKAKLLIRTLVLPNNQ
SRFWIKAIHFGRMLDFQFESIAQDPHSNISLLAHLCPNIRQISADPTTFDFYQLLTQLHCEGYLQHLNDINRPEFTDSFD
GALWINYDNMLREFKHCIKEIQILNTHNLGFPDFMAKAHPITLDSLHDFEALESLHVVEFARMKLHQLQEYICKCVSRVR
SIEIHMEDGSSIETLGYVKMSVAQPHQQVMQLDLGLHGPITHDDMLCMMLHYPSLFSLQFAIRNGSLGDASVPADIAIIY
QFVEYLFTIPLVNFNDIHLNTGDISQLTSFVAKSIQVKKLRFSVLEPTDEDQALISLAHILKYPKATADSKNELIKTSSC
IFEVKLLSWRPQQMLLSHALNVFKARDVEKLILGPSYQEDTTLPIQITHDMIDAILDNYGMLKNLTFTLVEFPEDTPATL
VPGRRKYLDTLALQNCVITSGYLAELSRRLEHVNKFKYLDIGIDEYYLNSENAKISVHMPHTTFNTIRLEFPAIGPYLIK
ITTVNACVRIKTSHEQGLVALSAQEYTQLENAKEAYQVDVVCHAVNTISTIYGLFNV*                      
>Mcir_Mucci2_113785                                                             
MLNPIMERLPFEISIKLFSLLSTRDLCEATCVNQHWNVAASSILYKCPLLQTPRQLSLFAQIADRAQAHVHHLDLTRVYE
HATDKMFLRLHYLTHLKHINLSKCTHLTPAAIYPLIQSNAYQLHTLILANCTISNDILHWIGKATRHHLQFLDLSNTMIK
PCVSIDTANHLDSMFDTTTIIKANLRHLDLSYCTWVNGQTVENIAQCLPNLEHIILQWCNQIKLKSIDILVQKLGCLDTI
DIRHIETIANTTQACVIMENALSLKKILFTYKTISTEIVS*                                       
>Mcir_Mucci2_166227                                                             
MATLCIVSQYLSSIIHSPPQQCQSLQDIYSTAKHLWHQQRYSEAYRIFHALGEQHQYKTSTCAWYQIQCLLALNHWHQAV
HVCLAQAKKCASDQWYLTAADIYMSRCDYTLAWETLNRAPDSSDILDAKRLAYEGIQHTSCIRRNDILDKLPYDVAIRVF
LCLDLPSLVRCTRVSKRWRHYLVYSPQLWNELEFAKQAANLPISTINAYLSRLGKMPLTKLVIRHQQADVISDIICTPAL
FFNALEYIGSTLDTLHWGGVSLRLNDIIDTLPKVCTQLKHLTVHDCFTSLHDARLHNGATYRLEHVGDRFPASFTKTIEN
LSLLPHIESLELTGIHGLTASHLASIVIRCPNMRKLVLNRCLVNIIPVLNILQSYCPKLQHLEYERNRYCQQLDQYQDAA
SRQPNEKIHAPLFCKPHYPWKHVKVHLTHMLTDNVIKSFLDGSASTLETLDLRGNTIISDQGLLSDAPMKHLKRLELREC
YSLTSKGVCTLLSQSPLLEHVNLSHLVIIDDDVLCQLANCQKLQTLDLSYANLAVTEETFRYFIDQRLHTLKSLALDYAN
ISKELLCYSMMKLKSGAV*                                                             
>Mcir_Mucci2_113946                                                             
MDRLPGELLLYILSHLNFRDKLQCNLVSPEWHSCLKQTILYQALVFRNSTHLRQTIEFFTDTSCRESVHRLDMTFCELPV
ASFMNLSLVFPKLKYLHIADFDPKFKAPRRPLEMEAAILSSLEKSVQRWEYMQGIVERSGSYPILMSFLKAPKPVHLTSI
NITYNKRHGSIGKYQHNLRSLIRLTKNAPLLEQFCARFTFVSLLDFEELHQNCPKLHTISITTHVCDSTTDLDKWFDSEA
DYNHFLPYHRANMEGVLVEKTAQSLRHLKIKLAKSFMSVRETEMTVLTIGNWLHYIGQKYPNLTTVDMHKISNGLEGMQA
PEKQFEQHMSFALSQMTSLQVFNSNLVPLTASVVQSIPNTTAKLSQCTLYSFRHYTIQKQLERMQSLNNLDQLTVLHLIS
NKNDKQRSPLKFKLLETFSNLTHLSFTSQVSNCKKQVSDILANTPHLETLTLSGVCPVALNPAPPLCMASNKLKVLQIRR
FNFFDPSDWFDLNLALKNDILPHCPLLRRFDFSTVRAEYRSDVSFLLALDFRNSHHLQKVNINLLASTSYRIDGQKTEIA
LCPLAVYPFLPKGFSEYTACTLIDLPHPVVFNKDAIE*                                          
>Mcir_Mucci2_166279                                                             
MITRLPEEVWEQICSYLNYQDQFQLALTNKKSYDIVKMARSDQYLVIDHNQSVSPASSFLIHQVIKITIANNLSGLRLYQ
LLRHFRFVSVVDLTAIDINKVDANKLISYLRQIKRNFNLTVKENDSGKLKHIVDINGCNNIHVIEHRKRKYNAEEEEEQL
ERQQREPLPVSEIMKPLKESLSTYEKRLREFTLSPSSHVPFALAKLNVSKEYRSMMHAEGHGLEDLIDGLAIEDAIVMIG
QQFVESVLFSNEGSYVLITQLEVYYKDREIDDASINNVQLVDNEYEKRPVVVVERKTAQKSAWYELKLYYKKYELLVTGA
VHGRVDEETFDCFLGSSRAPNSLMQQSHWIVLAPKKSVPFERDIRLLQSFRNRASTFEWAFKSQNFIQRRFHTVNPLTYY
QGRDVDYYSIASFILECGSKGRVTRTQAWKCRRMLYKMEFWVHLGLKQKPSPNEVLEAVKNQHKLCKMKRWMLELVFSPT
PGTITNEELTVLYKNFLYQKLKAENQKRMKQLQ*                                              
>Mcir_Mucci2_147429                                                             
QLLTSLPPNEVIQIVDRISPYLHRNILSQLPYEIAIEILGFLDVSSLIQASQVSRGWHALCEEQSLWRNLFEQQGWGYDR
EEMDIYISNIPDEEDYHANSSETLGSTNANPHYDPASDTRFINWQALYQNRLKIERRWKNGSCKVRMFPPANCPVSDLHT
EGIYCIQFDKDKMVTGSRDRTIKVWDIQTGRCKMTLRGHTGSVLCLQYDAQDVVSGSSDTNLIVTDIETGLVKRTLSGHT
DSVLSLRLVNKDQIISCSKDRTLRLWNKHTGEFLRQFNGHRAAVNAVQWHDTRVVSASGDRTVKIWDLNTGACLKTLESH
TRGVACVEFDGTFIVSGSSDQTIKVWDASSGECVYTLVGHTELVRTIQLDPVAKRIISGCYNGHLKIWSLDEGRALRDLG
QATEGRILNLKFDFTKIACCSNLVKIVIYDFADGIDTKFLL*                                      
>Mcir_Mucci2_114245                                                             
MSTTAGHRLPLEIWFDIFSYISDSKELGNCRLICRSLDPVAEKVMLKQVPLDTDKNARKLYSYLTQKPWITRSIQCVKLT
PYGIELYLFKEIMRLLLTPHLRMLDGYVTERDNDYVSIILDIVRDPAFNCIQLEKLPCSGHLCKAYVDLACHFKATLQSM
DFVFWKNLDQALVDMISIDFLQLKKVTQLRIYLHNSADDSLEQLEQLLKGLVHLETLDWETMEDYYVEDPPHIYFNDWLA
TKVSQVESLHTLTIQHNSYPCDPEALLYLSYKYPNIKTLEIQGEWSGRQPYYTVFENVEAFHLKKLRVHCWGGIERLADV
WKRQGNSVSIKYGGPDVHYTQGKCTLDIKKEKHLDHTVFDIDDAFYTIPLEAFVVFLAALSKSVITELELDLAFFEEHAH
YENTFPSDLLEAAQLTECLKIRANGLYLSKRTNFPRLHTVELIGMNISTKDMTNLGLSSPSLQHLTLLSCCVSEKLSGSD



LRHERVIDLSRNQLITLSIHGEAVSQDNAKTDIKEKDEETHIYVTIGELEHHFIATSYSNNTCLQLFQRSDSVHSKASTA
VVTIKCTSLQRLKVDLDDIRCDMEFNTDGSIKKTNPNIQR*                                       
>Mcir_Mucci2_84022                                                              
MPMDYQYTHQPHLAVCLPEIVSHILSFLAPAQCQDEPKKKTYVDLYPCLLVNRLWHDSASRIVWRRAYFEDTKEDLATFL
AFASVIHDASPVPMLSPSSSTSSSSTSAAQLAIGQYSDMPALLQHYPSRSSSISSVSTIDTPIEYATHADDQHHNRAKMT
ADNVLAEMEVRAQKHMETAARLSTYRNALRVLSIRKMKEKTINEPLARIGQNATKLEHLDIYICDHFSNEALNPFLVHSN
LTFLSLAGCHHISDSAILKVAEYCGGLEHLDLRACGLVSDVSLSAVAMQCPRLRHLNVGRIRDRDKVSIKSIALIAQYTQ
AAVLGLAGCDIDDACMQVLAKHRTTGLERVSVNSCFKISNETVYAYIKYCPNLSVFEMKECHNVNDWEAVAELVQRKVLL
TLCDQQNKACADWARLRGRTLDVKAPLK*                                                   
>Mcir_Mucci2_114266                                                             
MNSIPTDILPNIFSFIDSISQLATCRLVCRVWDLFAEEAMLGRKIDIWQIEKAWAFYDHLVQKPSKGRFVKHLDIGKLDV
GTHELHRRLLRLIFTSNLEILKGQNCQSDFYDEMIRIAKESPAKFRKLKVIPHPLSFTGSYRDAAMLFKDTLQDVLVNDV
DMLHTGEHDLKYLKQFKRLTSFAFYFSSIEFLEYVDALLGALPQVKEIKLYITSAADEWAMERGMEYLDQIPKNRSLKTL
KVTTESAAIICVLMTKFASLESLELDLEIENIELDVPYAVMLTTKPVPCLDYSFMVLKDDDFMRKEDIEKVFGMSAASIT
DVPRLVTNMFFGDRIENDTGVYAVKVKRTKM*                                                
>Mcir_Mucci2_114286                                                             
MTFQKTSNLDAVPINVTGMAKAPANECISQLFPKRVLCQIFEHLKQINLAECSLVSQEWYVAARPYLYRHVTLCSAKSFY
LFSNRILDNSKKQLGSLVHHIYFGGSLHIRGWDFCRPVDICKLLCDCPQLQSVQTSDIDLLKRSVVEALAKTPKANRFQY
LAVIPQLLGNSYYKRCLGLFRHSLTEISLGAKHLTLSTLQRFPNLTKLYVEEISCQSITFYALLDTVPSLQELTIRYPLN
GNHFLADFPLKVFPSMRLLDLKFEICSNFHHLHVVHLLSFFTNLQSLTLSLTDGINGLLREDQLYSIDEIVSLISKLGNS
SMHVYFRNKSSYLTMPLYLQCILNTLEPVETATQKSALHMLFTENCYLGNNIRYSVSKSSLSTSIPARYITLPSRMSVDL
ANSLIQQSSLRFSTIEFICRDTSSTFETNSARILNAVLKECSQVETLILHGSSYFESEDFISSTSISQLRLHNPQFHSTR
MLQDTLFCFPHLQRIFIQISLHKHWENDMCIYMPSNTLTEICIDVGDPNGCCLTKRALIHALFVVDLEIRQSAEVQHRYF
HYYNRSMRQIYNESFEAIKSESEIYRLNLVVNHLDVLLVKHGEYSSKLWDDSLNLSSNE*                    
>Mcir_Mucci2_154150                                                             
MTKEDLSPPATPPTHSPVPYRLNLQHQLLSSSTTKAQDAGENQDHLTNLKNSFHLLTATQKQYFLLDIINSCDNSQLTFL
NSIIAPRLKVDFLKELPPEISLSILSYITVPSTLARAACVSKHWSALIRDETLWKSLCKTHNYKPPNKDGFCYRDYFKRK
YSIASAWHAGGKVTTVDNGFSQGLVTSLQFDEKFTVVGCDNHRIEVFDTNSGKKVRTLEGHEGGVWALQFKGGDEQDPER
ILLSGGCDRDVRVWDLNRGKLKYVLRGHTSTVRCLKIRDKRLAVTGSRDTTLRVWDIKRGQLLHILSGHQASVRCVDIHG
DIAVSGSYDSTARIWDLRTGACKHVLIGHVSQIYTIVTNGTIIATGSMDAHIRIWSVQTGECLSTLHGHTSLVGQLQLSG
NTLVSGGADGCLRVWDMETFECTQQFSAHDNSITCLQFDDDRILSAANDGKVKLWDIKRGRLLRNFTQPSKIVWKIQFNN
TKAVVLMQRPRSDGSDEGKTVMEIHDFDLSASSPIEEFFLVSAGNTKPDVAILSSLRSVYFSDIGNPSLS*         
>Mcir_Mucci2_115051                                                             
MNDLPIELLSCIFDRTNKQDQLACQLVCYRWHVPAKRAFYSKITIEEKHDDLNFNNLFRFKKFIECISSGEYLPLPTPGQ
FIQSLVIRYEIALETKFMPTNADFQHLAAACPNLQELQFPSNMFWNNVMSIDNQQYWKRLRKVPQFKVMADKQSLDKFLY
FKSSLSYLHITEWQSSKQHFIDMIKSFTHLETLKITTRHGFTSLYDIIPTLIECPNITQLIMTSNTTSTTTHNAALVPKL
RQLKLTSNTLSPQLVHTITHQFPQLQKLMLHFSQPTNDVFVWSDDLQTAMAHMIRFLTCLHQARIDLFVPNYAIMHQLVR
QFYYAKTGPKLYISYGSCSSFTTGQPDLVYHKQEAASSQQAGILSLRYQGHLPAGMEANDLPHMALLQDNGYLLDQLSVQ
LPSSFLGHTQSTETILTSFCPNLKVFNLVQGSFDMESSIQDEMLSSNHQLTFVSMERSLITSSASLYNFSKLYATSLYYL
KLDTCSFSTDPAMRTINTINMPFTQFKKLIIVQDYGATTDAVLVSVSEKKSQCTTFYYYMAQAQELVPIAPSVLQEYHFE
KPPVLLDIVCYSLDQLQLNTCHHVLLK*                                                    
>Mcir_Mucci2_115079                                                             
MTRTTEASLPAEIWIQIFNKIDTFKQLVECSLVNSKWKQLTEEAVSSRHINLNSESEAYTIFNLLGSKPEANQLIKHLTM
MPKYTRLEYFRKAIPLVINRNMKTFDGFLQGSLCFKAMFDKALDKEGFACLSNLKAIPSPWDHNTYYDNLLHLLRNTLVE
VTLNFRSRNHYSGSNAEWTAHRYLNKFDQLNVLTFNSYVHDVRETEAILNNCLNLRHLTIHLGYLKYSYVDVLLFNSWGQ
KYTMIDWNESTTQQCDILKTLKIILDGRHETGLVDYLMYKYPNTKSIIVDTINTVEPWRPLLRRLPLEIEDIKDVLGKIE
RVPDYTLKCQVAFFERDAMIEELEAKGYTASYQCPDLCITTITVTKSSSSLAAINSDTFPPAAAAQQLAPLRVS*     
>Mcir_Mucci2_167279                                                             
MTLPFFQKTGVKKKKPVTNEAAASTYPTLSSLIQKTGSSSSASSESPSPPCNAMDPLEPEEIDENFFYKHMMTHFHSLFC
ESAIVCIPHSKSIEGLVITKDIIESHCFQTSPYFCGQYMATKQKQKIIALDFPIITTILGEALDRWQYEIKQKDTKCALG
FKEERTVHIMAEESVYLKNKKIKLLSIDRLLEGEPPLKIEFQAYHHHHKHAITIPPVRNSRTDLEFLNMFSENLEALYEL
QIAVQEFTDSYVYIKGYNKSTVERIQHMYMKTYRTILQRNKLLQESCRTPSEHDQFLELVENVVMSFLHKKIWIQSLQSL
LASQDNYLDTICYTYSNVTLSQYSLRYPISEMHLSCFDEAITNFRRLDSDSSNVEPYKSTLKQLAFTPLEKLAVVKSTLD
LITTTVRDYVQDFGNGISDTSVTADEMIPLLAFVIVQSNVPRIASLVYYMQYYRLARMAEGSVYSFVVTTMKSACEFLKD
DPLSLNDIGSATSSSHSSITSPQSLRSRSTSFSSLNKPNSAPPQHVNSARFSLHHRKSQSADLHGLVGDLNINPHNHYHL
NHHQEKELLMDPRISVDETDDDGDDLRSTSSSGSSRRNSAILRPHIVLPNPRHAENRKSLDIPNDWLLPNNANSSSSSYQ
TSRMAPTTTTTTSGNYYTNRYKSSRNLGSSRPMVSTTFPSLSNSTPLPMDALSLSSSYQHHPSLPTPPLTSQQQQQQQQH
HHLPPVPSISSVADIPKLGRSLSASTVVRKRISQQPPKVINIRDRVSFDNNQRPASICLDTRSLHSIEDGGEESEELMGD
FLLGLSKLDAQDLPAEILTHIFTYLSPLEQLALCRTVCKNWEKPAEAAMLGAGYYLDLASPAAEKYYAFLAKDPS*    
>Mcir_Mucci2_115325                                                             
MELPAEILEIIASHLPSNDQYQGLFVCKGWYAPFGRSLYRHIEFKNRPQFKTWLNTSSQHKSLVRSIQFGRHCAKYNQPQ
EQQQHNVDCATGAMPLSSIEVGVTSKELSTVLEQLPLLEAMQFDSRLWQYLNTKQLEKLARSRLLVLPALDHPRQLSFIQ



SKRGLLMSSLHLRGSDVFQLHKKGLFLDIFRSTPRLVELTVDADGLGDSKHVMSFSMQDVEALHQSLPHLKRLALVDSVR
LMEPSSSSSLDHDDSNQHHPIAPSTRLETLRLHVQIEKYGIHQWLNYMSYKYPLLTDLALHLSSPYQAPRQPLALEHSEK
SALAAFTSKLPLLETLAIDPSMSKLYLGDTTIHSLSNNNKRLNRLQVGLWGDNVESTHSALKCVTAISSISHLCIPLWSS
EKSIDFSLLSKLHQLTHLDLIDRAGGPQQKQAHSTVGTLFSEQKNHSGYPIDIILTSCPYLADLKLHSGQITSHTYQQQL
QPHIHLKSLRMDRVEIYETSDVFHYLSSSCPNLAHVFLRKCISDSFDLALSNLNLTRVVLSELRQYPDQQLDHLTLFQQQ
RPITDIRLYKSSVHPHTLRPYIRRLKKMQHAHIYLECQSVDQLIFNGCRI*                             
>Mcir_Mucci2_115353                                                             
MASSWHLLPREILTMVFKQFVDGRTPAEVASNKAVLLQLQHTCKSWANAARPQLYKHQFFLTLKAAKLLHRVLQQPGNTT
RKLLERIKVTDELANDPLFIDIMQQCRNLTQLSAEAPKTYNSSMYFTSFFTILSGLINDCHLPRLSCVGYPLRLLQSNRI
LDHHQKAMLSLGSTLQFLHILESCVGTHSVPLQFFVDWINKLKQLPRLQHLIMELVSLSYLYEMDRFINQLGQNITLVGI
ILGNSRALHPLRPVVCQDITPHSPLRRLDIILDVIHLEDLVYIMYKFKRGVTTLGISESKCAPSFELETSQSKDSMTQFF
KYLAGTPEYSMSILHVPNSCLRQMLRCMSIYLHIKRLGIQVIEGPTNRSASIKISNCTSNKRALDRKKKKQADLHLVFGK
WGLISNLKFVYQLFEHDIEYLTFNERLKPAGVPGAPAKPCKVEKAVELAIDSLPSLKGLVANNAAFRSLERIFDPTAPKR
SFDHLRLGGSVQPEFYYQLSQRIESIEHFLQPYVENVHHQSTRQHMLDMPYTAFGQIRIVCKGIKRYIVKLCTRHNITYQ
GIVCCNENLPIPTEEDYHRDRGQRGGYIGRITIYCKEIEMLKVGSAILRFKNENVVSIQYNGS*                
>Mcir_Mucci2_115452                                                             
MSTINKLPKELLYKILNNINSVSELAQIRLVCKRWDQHAEKIMFSKQITITSNPQALVLYGHLFKKTSHGKLVRHIHFHP
SFQDKSIWLMSALLRIVFTVDILELTGVEKQDDVFNVILTAANESETKLLFLPHQPDAFTVAYSDALITFRHTLTSITIR
LNRNTPDDTFWNFVDRLDEFKSLEVFDFSVSILVFRDLERILKGCTHLRSLSLDPYITADLINSNELNTWMRANVEKVRT
LVHLTVVDECYGDLLEYLMFKYPNIKKLDINAERSRFKFDNSTAFKSNMDRVLKAIKGAPEKKIDFIISYSQLYIDIYRY
FSSSDYTIIFKKVIGDNNLLFGVDGDI*                                                    
>Mcir_Mucci2_115707                                                             
MTLPSELWMNVFSCVLTVKELAQCRLVCRTWDPIAERAMFNRQLVIKDGRQFADRLCYHLQRKSALIRLIKHIDVNPNEY
YEEVSLDRRLLKMIITPDLETISGAGISEADAQFFMDLFLSSGRNFNKIKAIPICHGSEGVFSRLQYVLRGSLETLSVSI
SSGEPNEFILRHLYEFQKLKSFNLHWFGQTMAIKELENTLQKVQTAHDLWLNAGSVVMDFRNDAQREAWLHSSVQRNTRV
DTLRTIVPHQPQDAAFYMKYLTQKYPNLADVSISLRRIANLKAIFPYIDPIQTISSISSAFHESDDLTQIGRLLKSASNS
IEILYEPEDLPCTFKASRSKVTNHSEFSLCLASSATHNYIRKLFSSVATSTSNITELTIDLVHCAGKKYKYASPLNLYKT
LDYAPHVQKLEFSDRHITFENDSLLPALNDLKNLEFACTKLDTRALSQVGQAAPNLKYLTLASCLVVNERGFYDKISRIV
LPGNTLEKVTLRLKEWRWEMLLEDESDNEEYDDFGERIERPEMDELRDINEKLRRKDTTYFHVKTNTAGDQYFLLKPGSP
VATFISKENYAQSTERATAFYIECNSLASLSVDLGNICADVRFQSS*                                 
>Mcir_Mucci2_115782                                                             
MSTIQSLSKEVLILIFTSLDSVESIGECRLVCKRWNNPAAIAMFQRPLHLCFYDRIKAEKLIQYLKANQTIGQHVRYLSL
CDYNNSILEAVLPLLFTPNIRELGGDGIKDVLYQLIAKIAKESTAKFEKLNVIPSSYHFTDSYAAALWTFRKSLTDVNIT
LQEVPDSPLHLANRLHTFKRLTMLTLNAPFGDVEDLEQMIGRCLQLQQLQLSTSKKIAYDTPMDDTATASSLACQFDDSS
VQRVKSLNTLNIFSAGYPHFVSYLMFKYPNMQRISIHIYEADADITERIQDLIQSLKKLTHYYVKYKIAAKDAVTTPIFD
AAQNDINIVSIGYHYDSSDASTIDMMIEGRQIQGLNHQTFFSMHIPPNASTITHAWHLSQIRIPINSLEVDIFNCRDCDM
NDTRADLRRRIPVDDEVVVFFDVLLDNPNIENIRFIARDISDCTKSHFFQHHTWLKSLEICCAQLSADTFVALSDVCRGL
CALRLVNCPILPKGGIVRINMKHNAFQQLTYQLTLCNFFTCDMDASDNNAAIDYAEKVLRALELHYTQDTYLWLRTRKMK
RSMFLKLRPGDTYRYLINKKQFSSRPPEARAIQISCFSIEHLLLDLDAIQLQIDKDYIEFALTSRLSSGYHCFEKSDSNH
*                                                                               
>Mcir_Mucci2_150256                                                             
PSPSPMPKVLEAIQNLPQLTKEFESLSPHTQSTTLFHLLKRSNKNTLQLLNSLIIPILKRDFLASLPYELKLQVISYLDV
QSLCTASRVSKTWQHIIDGDKNTWQRLLEKGGFNLPATHTTRAFKDHYKYQYTLQLNWKKGRFKRTEFQGHTDNIVTCLQ
FDEDKIVSGATDAMINIYDTNDPSQMYQLEGHGGGVWALQYVDNTLVSGSIDRTVRVWNMRERKCTHIFKGHTSTVRCLL
IVMPVMVNGRLEPSQPLIVTGSRDFSIRVWNLPDVETQAEQYVGEGANPWFKFLLVGHTNSVRSIAAHGNTLVSGSYDNT
VVVWNLETGRMVHRMEGHTSNVYSVVIDPPRQQCMSGSMDSTIYIWDLITGECLHKLDGHSILVGLLGLTRQHLVSAAAD
KTLRVWSPDTGVCEHVLAGKHGHEGAITCFKHDDEKVISGSEGGLKMWDIKTGRFLYDLVSDVKGVWWVTFNKSKCVVAI
HK*                                                                             
>Mcir_Mucci2_116014                                                             
MFPNPILQQIFAYLPLPDRLRASRVSRRWYYNCNDPHLYQDVVLKNLEFNTLLLAMQRIVQIGPRIRSITIENCYSEFIQ
NTVVPVQFSNQPPNRPLLFSHIRALQPARRRQEYLKNGFELHNHFSDIFSQLMELGHATLHTIKILNCDLDFEMTELFCA
IACNANTLSTFHYVNNGDKGLHSSGLLQAIVSGSPKMRHFRGLHAGMNDAVLMTMARHWPLLESLTLCSIKSKDVLELTG
LISEDGHELRGASPTGTISSRAFWELLCKCKNLRTLEVHDLACVTNRDLALYNSLRDALQEQRSKSARESSKRRFRPYDT
PSLKHSYHHHHYSKRHHHHHQHQQQLDTSQLDLPGSSLRNLRVTKFITTPLSTPGFHDIAKLFPNLDRFEYATNFYTFNN
QFEGVTPEMYEAERAAVASFMATQKSLVYDGQWNEPITTEQRLMAGMTTRSNEQ*                         
>Mcir_Mucci2_116112                                                             
MFPLPAELLLSIFHHFKKLSHLAECRLVCSAWREPAERAMLEYTIVIPLNEAKMRSLHAFLQVDPKKANLVKQLQFGYNI
SLDSVIAMELLQLLLTPNIESITGYVCDANFINFLMNIKLDNLKTLILPCTEGEHPLELALHCKESVQTMELDLVQFSFV
EGEGIDDWRFINRLNEFHHLTTFNLTAVIETTADLSKIIDNCPHLRELTLTTHSWRYDLDDGYGLNQIQTIKKHRNLKTL
NIGFGDCSSCMVEYLLYKLVNLETICIHTPVNDSFTSEEEIVRIPQLIQKVPQNKLIYTVVAEANARKVLAYLKRAGFTI
AVQDVNASFDVLIKVTL*                                                              
>Mcir_Mucci2_151123                                                             



MGDKDNDKQTHPFLSKHVPSQISNTQKLCYRHRPDLVKNRGPDEFIHQMEKLATSDKEAISHIWSLFAAAPADQRTLILK
GLVSTCCMPQLSFLHNVTKPLLRIDFVSILPIEVVLSIFSYLDATTLCHAAQVSQTWKKLADDDSLWHKMCEQHIDKKCA
KCGWGLPLLDKTRSQAVRKRPLLTPIQLACGPSSANENSSTSNKRRKSNNHHDSKIATITPIMQQQQSSPLPPPPPPSPP
TAVAKRPWKDVYSERLVVERNWRNNNHTLLTLQGGHTDGVMCVQFDEILKIVVTGSFDKTVCVWDLDTGALRQTLRGHSR
CVRALQFDDAKLVTGAMDNTLKIWNYQTGQCIRTLEGHTGGVLGLHFDSRILASGSTDHTIRLWNFQVGECYTLLGHTEW
VNSVRICHQGTMLVSSSDDATVRLWDLQTRSCTRVYRGHVGQVQVALPSPHGFTHRLAVHPTSSSLASPASSTSSTSSAT
SSSVSTSLQQQQPSDAPIIISSALDNTIKIWDAATGACLKTLFGHVQGIWGLAFDKLRIVSGSHDKTIRVWDTETATCLY
ALEGHHGPVTAIALSDTKIISASDDGQVKIWDFGFNNNVNK*                                      
>Mcir_Mucci2_86913                                                              
MLNKKLPQELLDRVFSFIDSARDLAQCRLVCKFLDHPAERAMFSKPIVVRFGLTANALYYHLENKKTMGKLIRSLKFKSS
WTSSEPSIYIKLLPLVFTPTMESLQGIIRNPGFFKTLVDIAEATTEATFSNLKVLPTIENKHCSEEYGKALVYFGATLQH
VLISGDRSAEIPWQVYSQLSTFDNLTSLEIYNLNTLEGLDTLEGLNRILAPFLHLQELKLLSYGMIEDATDEEDLLEWMN
EHVDQVDTLIKVVMEGDEQQGIVEFLVYKYPNMKQADVFLRSFKYYDQEESDTSGIHRIIEALQSVPVYRLYYKDEILPS
VMQEIKKHVKSYCLPPFMVSYNNSCPNPLWLMMEVVNDLL*                                       
>Rory_275                                                                       
MSFLIHLPNEILYEIISLLSPVDLSRARDVCLKIRSVCDQPCYWKSIVLDAEKDTKQTCSTTLPLWSLKDLKDILEPHRL
MIEKVHIRGVRDSIIQYLLLACPQLKDLTVCGWLTLSDHSVRIPLQTQTAPFTLHRLRLIGDSQQKSNFVSLDSTTLGQL
ISRCPDLQELSVNCQVHFQAEDLIHSLKSTTPLALKSLVIATKNTWSSRHVTQLFQHCTQLEFLGLIPDGASLGYLNEDK
KSTRDFSASMLLRAIVLNQIEHRRTELVLLEKHSLPVEEEEMAAFQNIAVFK*                           
>Rory_493                                                                       
MVISFITWIFSWIDFIVVLYIHFRSTIRAAIYIVKYEHPGVQVKTRRQRPQPITKKLPEIRVRDFCQIKSKPKEFSLPKL
PNEILIKVFNQLDKDSLFQSITVSKKWNQLAIPVLWKSTTPTRPIRFIPSFSNLDNKRLRLFSDGADTNFPVHLTCYGHA
IVNLDLSLIASSLDDHTFRYIIHHCPKLTTLSLSNSRTITDESLRQLARSPVSRNLRTLILQNCRQITDQSLYYLAKSCR
QLKTLHIGGCSRLTHEGVDHLLAHLGKNMQELYLNDCTRLTSRTIQSVAHHCGPELEVLDLAHLPFKHQDIAQLVMLCPN
ITNLNISLKKPSTSRSTPFNPFQNNSLDDDHRLHRFAGLLDSLANHGIQPTLSPESTRHLESLIEQRRQRDLVSDRTIIC
VAKNLKKLRRLDLNRWSCLTDSSIRALTNNSNHLVVVGLLGCTNLSDAAIKYCRYLSVSSPSSSLSSFCSKK*       
>Rory_1085                                                                      
MVKINQLPQEILEIVFQNLKKSEALKCRLVCFRWYSLGTQYSFDELLIADDHHLESFLNLLLETTAYRLSSMGKFVKTIV
IGIDRLSEKTHFSFSLFEQLVKCCPYVERFDAEEDELSNYMLRISDEIKWKHLKELPPDCNSFEHNMKYSKCLVKLTTGL
GHQNDFNFLSFFRSLEYLCLPPSLPLTTMEELGIVLSSCPKLTSLNASFNIKEEKKESLCIYPYLKQLTIQNYSMRLPEG
FIDCISDRLIYLSELHLIMHRLSANHSLQDEAYDRLVHYALMQTRKKFSLRLTIKNGGDDVMRKYNQDGNYLNQLIYHYL
RCMLTPQFAESQCYEIYNVLTIRRGFKGYLDFNTTWQRLDTNLLVCKLYLIWPSGNSLFTHLEHVASNIHELILNGGILS
DSLLQHDLGIFMAQYQGLQKVTLTDYVLQSFQVPTLKSVEQILVSHSYVRPKFFQDLANCCTNLRSLSLKDNTYVANVGD
VPSSSIQYYFVEANLYNLSLERLEIVMPQSKSLLLVETKTGSTCYRLEPKRKPRQLSCKERIEVCKTSKDSRLIINCCKL
QILILNGTEFHVF*                                                                  
>Rory_1689                                                                      
MNILDENKNSPLPTELLLSIFIHLDGATLISCSKVCRQWYRAISHFDELIWPNACRQDFQEKRRFWSLYFPEPSLINDLT
KKQQRTWQHMYRITKNWYQGNCVGYYPRINTDRSTDMGVACTIVGDLQEQGMFTSLTLTRGSLIIRSNPNYSSASQQSLM
IQSPFTRQKQHIYWSSVQLPGWPDAAASHTIVCHYSLPSSSWLVTGALNGTVAVWDLERNSLVRMWHGHRGRVLCISMND
EVVLSGGSDSMIQVWDLEKTSKIKSCQRPTQRGMIDISRYLSERSDWYQGVGEIAIHRDLVACAPDASGPILLFSLLTGS
LVYELQVPQEPIVRTTWAAEDITTFTRLCLTPFFLLTRGRMSNKAKDIKTVPSTNNVFLERKKVSNQKPKKAGYITVLSD
HSPPPVAQMTPYQLYLYYQSLNNGEESNGRNDNSRSEEELDSSTIPETSACIHVWDLQTGKIAYRLLPILPNMNQHYSIT
DIQLSPDYSKVFASIQIRGQTHSEEHLYCWDFSSTNRESSEVVQDFKVLELDSRDPIQQKIGKSWVCFM*          
>Rory_2083                                                                      
MISDLPRDILSCIIEYVNPETLLELSLVDKYFNMLTNDEYLWKKRCFNYFNITQDIAYRQSGWKNLYFALRNPSVYTWGE
NFDQRLGLSSFEEETQIHRRLRVGREVAEPQEVHALKGKGIIDLVSGGWSFHALDRYGHVWFWGTMQADISPRDSIGTER
VKTPIKLERDVHDEKRVKFKSISSGRGHGIGLAQDGTVWHWSNHRVIQKVDLVLASSNVIQVTANWSFSSVLTEEGTVII
IPPPDNIIYSEAHRQPSPTMATSAVSSHEILPGDQVIQLAGLEDYTLALTKFGRVLKLATKDYASFSINPQSHVTLLRHF
GAPQKELNDRQGKMKRFITGAFQSFAVYTDEDEVLLGDIHATEDTEPRRLSGLDHQQVVKVSFGDYHYGALTSKGKLMTW
GQYSSGALGQGRDQQNLDTPHFVESLKEKYTIAIGFGGWQSSALVIDLKE*                             
>Rory_2100                                                                      
MNSVIDLPNEILLAIFGLLTPVDQFNCQLVCQAWLMSSRQIYYEKVKTNNTNTLALLRCLDSQRFHSSAYIKTLSIHFYP
YFNCQRLLNKEEFTRLIQHCTNLERLLISPNSVYWDYLHPGLNLSRLTRLAYPELPSRTPSKTTSYYRSLHDFKTHLTSL
DIHSACDHWIRNTFGHLLNYLAEFNHLKELTISGGSQISIIHLNDVLKVCKQLTSLQFGLSHSFWAPDSKPTMTRYTALR
YLDIYLPEFCIPSLEYIKTRFSELRHLKLLVFHGQTHPWTEEKTRYLQREFIPYLQNLSSYSIKFDMEAGCEVMESTLLK
HWPEGELVAFVDVSESTYERTQMTLIKDQEHKEIQYMTTWNPAYHLHPYLRYLYAFGPLLSKLTIKNYTQTTSTPHLDTL
LALCPSLHTFTLEAPAKDTCAIIPSTYQHRHLTILELKRVHLENAFRSWTRMTANLF*                      
>Rory_3226                                                                      
MLKIEEFPDEILQLVFQELPPRSLGNCRCVCRAWYSRATYLLYEQVHFIDEDQVDIFLAALATPVFPSLLPIGQLVKGIE
FGPYVGGQYECMFNSGNPWDFDIDGEEREPVFTRARFNKLLKYCPNVEKAVTLNENFEDEFLCLLADSHENLRWKHLKQL
PNCNLNVQYNYRNSLTHVVADERGYKDFQFLSKFPCIEKLDIPLTPLGTMEKLESVLSNCPRLQRMYASFPVNVQVKRHG
QITLRPSVRELYIANYDEKGQKNLMNFLLHACPNLNRLRLLLEYSEQEAVKGPFAFNNIIAHMYASANFCVELDIGNLLT



IHKPDTNTHHIYTMLRNYFDCLFKAHNKGNIGQCYTKISIKKTLQRYDGLAKFDIQWKKRLTGMSTLDINLDLCDDVNLL
QHVHHFFGKFSSYINELEMVQNGFNIHDAEEKSPISSFIETYRVLKSISFTKYSLGSIKHHTNKTIESLSINSSFVITKL
LTDISNCCSNLKTLCLSNNVYNGIHQNIPDRESNYLVVINMPRTSLDRLDFSIWNGYVNDVANDTRPVWLLNVKTCYKDV
FYKIVYPDPKPAKIPGKEFVESGPTGGVNKIIFHCGIIQKLKLNGISMEL*                             
>Rory_3319                                                                      
MYKRKQTGSSESATQKKSKSEVDEMWHKVFSDAQEAYKQSKFEEATALFTRALGMQPDQVTMLDCRAACFEKLKDYASAL
RDAKRTITVAPRDARGYLRAGKILSLQKKFKGAMKAYDLALERVDREDKRYGLIETMKKSAERAVAVGIDFMMVLPYDIK
AMIFSYLSFDRRVQCMAVCKSWHAFALSWSGMWRELDFENKKISGQIVKRYMTYAQGRHVRRLTLSDAEQGLMEKVLKLV
ISEDCQYLERLELKACHPPHALFLRTLRLMGKNLVDLNLDDTWGIGIHDIFDHVLKYCTKLKRLSILKIQSVIEEDRGFD
ERVEARSVYKTDVIELRMNLESEQVSDSSLFKLLSYFPKLRLLQLTMRTMDINRFYHALHVHCPKLESVILSFHHLNSSP
VAAFHPIQLCLRHIHLRTVSLTSASLIEHNFLSSNSLQTIAIANHTGLGPLLSKMALVGLNELQTLYLTSTLDLDQQDLI
TLLSACPKLEDLKITQSQGMTDAVLASFPNRNQLKRLDVSQSRHLTGLGLKKVVESQRGSLQKLVINNCHRIQADAVAWA
IEQLGRRVVECRHTVNKR*                                                             
>Rory_3774                                                                      
MTYSLSVLFTASDRERRVKNDNFTTTYITISPKKDGRTAKTKCINPQNNNSTFLPLKRKLKVPSTNLTSIFPKLQFSMAT
LPNEVISQILFFLDFASIQMLSQTCHRIRSVCRDDDLWRKLFSADFQFITINHVSKKRRSEIPYHLALYKNHLALQQRWS
TGKVTTRFLQGHEDSVYCSAWIGKNLLATGSRDQAVKIWDVSSGKCIRTLKDHHTGSILCMRVDRDTLMTGSSDATCILW
SLPELEPKMHLRGHGHSVLDVCLVNNKIVTSSKDHTLRVWDYTTGNELRQLLGHTASVNALDSVSHNQVVSASGDTTLKL
WNVDTGECLRTFEGHKLGLACVRFDGNYL*                                                  
>Rory_3820                                                                      
MLPTEILQTIFSYLSYPECYKARSVCQQWKQEAEYYLYQSIKQHQQKLFVAIRGWKVVSLLPSHFDVENKVIEFLPPNED
PLEIALTTRVQLLFSEWKDYKNDLIRYEDLGLDDLAQVIFHSTYNPSKEQLYEIPPPLEALNNKIRYIGDPGVILSFSYK
KTAKDTRLYIHSVRVHISWLLSGIDLSILPQEIYADRYSTLAAAISNQHKITQYNKYSEAVLRYIMTNTPEALELLLSEM
STNEPPFVRQQLQTALKSMGIDPRVIWKYNFVKNYILKGGWANSHVMEIIELIQESERKWQTKRKYLLKE*         
>Rory_4308                                                                      
MTVIDTEDITSPPATPPTQSPIPHRISIFQCEEKDHLAHLISSFQHLTPIQKQLFLAEIINLCNNTQLTFLNNLIAPRLK
VDFIKELPPEIALHVLSYIDHPAALTQAAQISRYWNALIKNETLWKTLCERYQYSTQVDSCRYHFKRQYSIRRAWRNGGK
VTTVEGEFSHGLVTSLQFDEKYTVVGCDNHRVEVFDTNSGKKIKTLEGHEGGVWALQFKGEDDDGRILLSGGCDRDVRVW
DLNQGKLKHILRGHTSTVRCLKIRDKQLAVTGSRDTTLRVWDIQRGALLHTLVGHQASVRCVDIHGDIAVSGSYDFTARV
WDLKTGRCKHILVGHTLQIYTIVTNGTIIATGAMDAHIRIWSVETGECLATLHGHTSLVGQLQLSGTTLVSGGADGCLRV
WDMETFECKQQFSAHDNSITCLQFDDQHILSAANDGKVKLWDIKRGRLIRNFTQPSKIVWKIQFNQTKAVVLMQRKRADD
ESQGRTVMEIHDFDLL*                                                               
>Rory_5196                                                                      
MLDMQTTESLWHDNSHSTEEYTVPPELLQSLRQHALFQRTNNESFLQKITCSMHLRTYGTRDIIIVEGEPARAMFFLLKG
SVDVCSADFERIYANLPQGSCFGEIGILYSMPRTATVIARSRCIVASLTVEEVNNILPHYPEVERMLRFEAEERLAVLNK
SKSLKTADKISLKPLTERNIEDSTGTHQLLQKIPYFQGCPEEFLHLVSLKVEPRHYAPNAMIIKKGEYGNELIFIISGTV
EFTKPTKEGSEDAVPITRFGPGDYFGDISVLLNTPRATDARAVTALELYILKKSDFIQVLDHFPSLLDHFKSMAESSLNQ
LKSMTGMDVVMETADTPISPLIHQEPSPEGPSFTIPPSSVCSTTTDQDPTLLPPTAANVLKNTETRRRRASVAIWSDPNL
VALANRNLKPSQEISKLSLESVIQPLDSKPFEPKTSSWLGLLNEDILSRIVNHLDLNSILRLSTVSKKCREFIQQNDKIF
TLLDLSQINKKVTDSNIKHIMRLVGHCHPRHLNLSQCFYLTDDGFKELATGRKGLSRLPDPEGALAVLLQKAIGHDHATL
GPLLL*                                                                          
>Rory_6107                                                                      
MAERLWLGNDGTYQVLASYVCLFQDKKVKLRKPNGSVIAVPLHLLCEDDIAFIATQSGRLKTESTFTDPSKDQQQPQKKP
IEILSSSSGYSSSSEKTISTDAVKKKSETKELSTSPTEVLRHVLTSAVNQHVRQITADESKKMLPNRSLSSITEKFKRHT
FIDTPIVDHPSSHLAFLPTKIIGRLFALLDTKSRFQLSLVNRRFHSFIYKPETWKTIWFAQVDIDDIFLFRLAVFLQRQD
LRKAVERVVLDGTKVTCSSVLLVVKHLENVETLSIQSCWNIHSYRLAVDLTHLAKSNPIKSRIAQVIVGKVLHRGPVENS
SRMEPPLDSKSFGQDIWFAHSALNRLTNRNVAFDVALCNTCHLGAAAHDFQCMSCGILPLLKCMGCEPRCDSKKKRALLA
KVDTIFVVGQVMVPLSLTSVCLVVQ*                                                      
>Rory_7233                                                                      
MQLNKLPLSSSSTTSLQITEIHSTTDYDLKDQPRQYKRSASTEADSINSSTTGEHKRPRLSKHSIWKLPNMIETFEAFPP
SFQTEFILDLIEKSSKGTLQLMSSFITPAMKRDFLSHLPLEISRRIIRHLDAFSLSRASCVCKNWKVIIDGDKRAWIRLL
LQDGYSLIDPITKTRQECYKTLYARHHTLKQNWKKGRAEERDFKGHDKFVVTCLQFDDEKIVSGADDSHVNIYDTATGKK
KMTLEGHEGGVWALQYVGQTLVTGSTDRRVRVWNMETGQCTHIFTGHTSTIRCLLITKPTQDMPSMIVTGSRDSTLRVWR
LPNTQDPQYHGEGSNPYFLHSLTGHRHSVRAIASHKNIVVSGSYDNTVRVWDIKRGRLVHLMEGHTQKVYSVVIDAGRNR
CMSGSMDSSVRIWDLNTGECLKRLEGHTVLVGLLGLTGQHLVSAAADSILRVWSPETGVCQHALSGHDNSITCFQHDDQK
VISGSEGGLKMWDIKTGKFIRDLITDVDGVWRVAFDDRRCITAIQQ*                                 
>Rory_8342                                                                      
MSYQKLPSELLIQIFQNLSEFSSHPQDLYNCAIQCKLWCYCAIQLVWQKPTIIKVDTWMKLANTLTKQDQFMNYGSLVQK
INLSSIANYMNDDSLAILSVCERLDRVTLAGCKTISDQGLAYFIRHAGHHLTCIDLSEISHITDRSLLEIANICRSLQGL
NISLTDETEDGVTDENKSIFAFAAHCPSLIELDAANCTITNDSLIVLLNRSRGLRELKLNGCIHLNDHGFLHSSVSNYHQ
LRMLDLTGVGQITDRTIHWVITVAPKIRSLIMNKCENISNQAVRSIARLGRHLHFLHLGSCKQITDEAIVYLAEHCSRIR
YIDLASCSHLGDDAVLALASLTKLKRIGLVRCEHITDRAIRALTHSPHTALSLERIHLSYCRQLTVAAVSDLVIHCKRLN



HLSLSFIPAFQIPDFQQFRRDPPKDYGADARSFCVISGGSIHKLRTYIRVVSFAPIFFGHSNQ*                
>Rory_8434                                                                      
MDSVLPAEIILNIFNHLSLKDLVRIERSCKRLQSCALSEIEKRIRKGSTKDEWGILVHLGQVNAEPQRFDTVTKKAYYSI
QMDPVKIKSMFEKRQIHCSLLRKNSEDYDTKNKFTIHVQKGMEAGKRIEIDVKNESCQVQAQLTRLPHPTRSLIQHDPKQ
PLIPLAPSPFIYTLQLTELCLPLSTLAA*                                                   
>Rory_8554                                                                      
MATLTYFISSLMVQRIHQYQAINCAWYKIQCLIQLGYFQQAINLCLTLSNAFPKDPQWYLAVSEIYVNQQNYHLAHDILL
KASKLVPNSNDNYDEIQFQKRITYEAQQRQQARDRLKDIVLDLTIPYDILFSIFDYLDLKSLVRCTAVSKAWREFLIDAC
PHLWSKLEFRNNKAKYLGSSVVNALLNRLSYASLKTMIIRHYQADGDGVLLTLVKYADQCRNLNTLALFNVLVTPIVFFN
ALDYIGAQLTTLEWGGVSIWLNDLMEYVPKTCTQLKHLVVYDCFTSLYSKDQRFISHKFNCLESLELSNVHGLKSVYLAH
ILSQCPNLASLTLRKSNVDITSILGILKTTLLRKLKHFDFEKNVFAHLDTQKAVSSGKETPYRMELVDLKIKSDNTLENS
DLQYLLYGTHYYLETLDLSGMNNDVLNVLSEMESIRHIDLAHYFV*                                  
>Rory_8916                                                                      
MNGNPCIFEETNVPLNRKRTASVWEEEDAEKNYKRTEIINNDEDEYDDNNNESNFADDIIGSPNSALPSPVSDTEQDWPL
EDMRDTFDALPSSIQTYALFQLLKRSHRNTLKDTKDSILHFLKRDILLSLPISIAKNILLYLDVTSLCRASGVNRAWKEL
IDNAAEVWQCKMEENHFIPSSSEAYNILHVAQNPYKKIVRRHTIMRRNWRLNRHRKLLLEGHEDDLITCLQFDDEKVITG
SDDHRIHLYDVNTGQLRNVMEGHEGGVWALEYVGNTLVTGSIDRTVRVWDIERGLCRFVLRGHTSTVRCLKIVMPSMIDG
RLQPSEPLIISGSRDMTIRVWRLPNLNDLPLPLIDSVEDDFISRKYLKYTLKEHESSVRDIAVHGDTLVSGGYDNTVIVW
DLATGESKHILKGHTMKVYCVAIDPKRRHCISGSLDSSVRIWGLDDGECKFVLQGKHLLLISQFY*              
>Rory_9252                                                                      
MNCNTTYCYRHTPELIQTRNKDDFNTIKLQKDLEQLSTEEQQCINTAWNLFKQASSSSRLLILKGILSNACTPQLSFLST
AVTPLLSADFSLVFPREITVQIFRYLDASSLCAAAQVNRRWRRIADDDTLWHRLCEQHINKKCTRCGWGLPLLPPARKRP
RQETTASEGHKRRRPWKEVYSERLVVERHWRRNTAKHSTFQRQHEAAISCLQLSEPHNLLMTGSIDKTVTVWNLETGQVL
RKLKGHSRPIQTLQFDDTKLVTGSMDHTLRIWNYHTGQCIRTLEGHTEGVVHLHFNCRLLASGSADATIKVWNFQTGECF
TLTGHTQAVQHVQIYQSTQLVSSSQDSTIRLWDLDKRLCLRTFQGHMAPVLTAIPSMSHFLHTFSDKREDVLISGSLDHT
IKVWSIETGQCLQTLFGHIQGVRALAYDKLRLISGSLDGSLKLWDSQNGLPMYSLQPSTAPVTAVGLSDTKVISADDQGD
IHVWDFGCC*                                                                      
>Rory_9546                                                                      
MTIIDTEDISPPATPPTHSPIPHRLSIESCSLLSSCHPKDHLAHLINSFQHFTPTQKQLFLYEIINHCDNTQLTFLNSLI
APRLKVDFLKELPPEIAHHILSYIDSPATLSHAARISKYWNMLIKDEALWKILCKRHRYITNEEDKEGFSFRSHFKRTYS
IHRAWRQGGKITTVDGGFSHGLVTSLQFDEKYTVVGCDNHRIEVFDTNSGKKIKTLEGHEGGVWALQFKGGEEQDPERVL
LSGGCDRDVRVWDLNQGKLKYILRGHTSTVRCLKIRDKQLAVTGSRDTTLRVWDIQRGALLHTLVGHQASVRCVDIHQDI
AVSGSYDFTARVWDLKTGRCKHVLIGHTLQIYTIVTNGTIIATGAMDAHIRIWSAETGECLATLHGHTSLVGQLQLSGTT
LVSGGADGCLRVWDMETFECKQQFSAHDNSITCLQFDDQHILSAANDGKVKLWDIKRGRLIRNFTQPSKIVWKIQFNQTK
AVVLMQRKRTDDESQGRTVMEIHDFDLL*                                                   
>Rory_9908                                                                      
MLLTDINNEVLTCIAGHLSLKDLRVFSQVCHKLAIVAHSDAVWKEQLYNTFGVTYKLPEESWKDMYERKSEDPNDCKICP
HVGHVDGNILKPYAAKYQQVLNWLPKNLNCATCGTNCKDTGLCLYIWKGNVRNRMYTC*                     
>Rory_10033                                                                     
MNLEPARKRQKRLKKAAHNGKRIDFVLNLFSKELALKVLSYLSSADLVQCAVVSSHWARLANDEMLWKPLFYCRFRDTIT
SSEQGLHLTDNKRRVSVTRYGGSWKAKYRVHENWLSESTALKAYNITFMKLIEGNPHHLIAGYTNGGFALWEINYYFGDL
NIKEIASYSPYFNEDNSVISIGICFPMILLCTKNMELSAIYIDETNSVKLIHKLQSSVDWNPVNIDIRTYNNNRLLWKAI
VCFGLSMGNHASSVGLQEIILSPTSIKSSQHVTALESEPFFFSSSMSYYSRHNNNNDTCDNSLITSMVYSPPYLITAHPN
NTIKQYIVSIKDHKLAVYFKKTIYGHTFRVEALAIEKEKLLSADRSGIKVWNLLKNDDMETVTININRNQSCLQDLPFQH
IKSLCFDEDRIVAFMSDEVKSCVRLWSFDSMQ*                                               
>Rory_10732                                                                     
MIKEEPTNKSIPPDILLRIFSYLPIPSLANVALVSRRFKVLVYDDEIWDEKLRIMLKNDTGALTAMFEGTGATGSLIDAK
DKLYINNKPLNTLIPGMLTDPFEARARAKSTGLSKERFKTLYKQLIPYYVDLRDNNKESNKVLQDYGNQPEVCGQIINLL
IGLGQCYVMEDWKELNEAVDALSQYFESAALHEFEIAYDARDVDSMRTFANALIMLNGGFICTQTYIQKHSIFYDNPFKP
EDNFVESADDLTPFKKLMLLLTDDLKEQSNLISEIFPSKMDVFYLFVDRVFEDVTMSIVLDSTRKVIDVLTKDESLPEKI
EKDRGVNLLFKLFLPFLDDYLYEESQYAERVTRRHIEEWNNRSATVVDLSARLTNQSRETFKRNYLNAFKKVISLPVDFV
STAATTIASPFQRSSSSISQKRSSTNSVSSTAPSTASSENTKDAAVQLEFARQELDMLQDHLSLEISLQLIHINKESERR
VEQFIDIGFPGRMKADIQKTYEQIFTQLLKTLGTSHIQPGFESAMAQLSTFKPNPYNLSEDVPPLTELFELVHVADVIQQ
MVQLYYDEEITKHIDKLDFMNDVNKEKKAFERLLDDCVAQGMDRGIQVLLSQVEFILTHEQAKEDYNPPPNVFPELRPTK
ACEDTIQCLKANTSILAGAAEKGTMDLFFSEICRRFFEILCKHLKSQTVNEQGGFRYISDMNAYYNFISSLHQKDSTTYF
LALKSLANIYIIDSASDIKSLIHDLERYHGLMRVEDLFEFAACRSDWPMIKRVVQKDMTDCSIIEDNNNRRHHHHPLLHY
ILYLIDFVFSTRRAGCGGSDDGGGGDDDDDDDDDGVTKFRIVSLG*                                  
>Rory_10795                                                                     
MSLSFLLPVEIYENIFQYISSTSDQYQLQLVCRLWQHTARPYLYRSIHLDSQYHADRLIDCLKESDAGSLIQSLHLSAPS
SIFQLAPLCPNLTRLEASNTHDIFWHQLCAVADHWPQLQRLPTPCTLFFVSYAFCVLRYPRLRQITLPSNHRSSELIREV
VFDRLKEYKELETICVRHNVHVPEDGLDYPMLIATCPGLSHLKVHIDYVAEDDEGEDEEDEEEEEEEEDEEFYTSESEEE
YESDYVSNDSREYCYACGSYHYIGSEQEEYEEEEEEEEEEEEEEEEEEEEEEDEEEEEEEEEEEEEEEEEEEEEEEEELS



VDERQSEMSQRFNDCEEPSMDDINLCDINLILFSCHKACTITSCR*                                  
>Rory_10908                                                                     
MKSNNRLPSEFLHQVSPYLSLQDRYNCLFVCRFWYHAFSRIIYKAIHVYSDTQFKQFIDSLPQHGHFVKSLCLHSSAQYH
HEPIDSLEDLEDPRYVKPISINQEQLELLNVLCPQLERFEFDRSQWKHLQLTKQMKLWKHMIRCAPIEHTTFLDSRFMSI
FGSSLTYLNINYTHDPEQEVDLISSLHLVPTLKHLALETFYHDTQQPRITSIVSISRFLEQIHTKLPYLQKLEFIRTNPP
KQEPLSSFHDDSNSLFNFTKASQLKSLTVQGYIDSIRWFEFIQTNYPHLEELKINQIATSRFGTKWMWQQALVQLIRQSR
YLKSLSIGGRNTPQLLSTGLALELKSPACPIEELYIDFKTYQAIESCQFLLIIVAYGLRQLRFLRLRVWEQTPGWSGVTH
KLFQCRQLVSLELSLSKGLMDQYPFTPFLIDNFLENMPQLEELFLVGAEIQVLYNHLVDLNTQFSFSLHTLTLAQSRVQN
HHTVFPYLSACCPQLKQVHFKQCEVTKPSLAFSVNLLSSHLEKISLCSFLLGATTAVEYIGIKLITHSPASRKMAWCHVA
FVSPAYPEYTMVKDQDVLDELDSLQYQTMPGNYAPSLGIMTIRCQSVSDIYLDTMKISRKHFIMIDQ*            
>Rory_11250                                                                     
MQKEESSSTVTTSLQVTEVHAPTDCDIKDQHYFPYPYNPHCTRNGSVSPDVDSITSSATNVDYYKRPRLTKQALWKLPNM
LETFESFPPSFQTEFLLQLIKKSSKSTLQLMNAWITPTMKQDFLSRLPLEISRRIISYLDAFSLSRASCVCRRWKEIIGK
DDKTWMRLLLSDGYTLVDPLTKQASEGFKQLYGRHHTLQQNWRKGRARQTSFKGHDKFVVTCLQFDDEKIVSGADDSHVN
IYDTATGKKRMTLEGHEGGVWALQYVGQTLVTGSTDRRVRVWNMETGKCTHIFTGHTSTIRCLLITQPTREMPAMIVTGS
RDSTLRVWRLPDPNDPEYYGEGPNPYFVHSLLGHRHSVRAIASHENIVVSGSYDNTIRVWDIQRGRLVHLMEGHTQKVYS
VVIDAERNRCMSGSMDSSVRIWDLATGECLRRLEGHTVLVGLLGLTSQYLVSAAADSILRVWSPETGICQHALSGHDNSI
TCFQHDDQKVISGSEGGLKMWDIKTDFGAYNL*                                               
>Rory_11780                                                                     
MDNYLHDDISPPATPPSFAFASSSNNNFSIPTALTFNLYNNLHNRPSRRLRTSFSDIGDYADIDEDQLNHLRQLKHAFQQ
LSSQQKQFLLAEIINCCDNSQLTYLNDLIAPRLKIDFLKELPIEISLHILTFIDDPKTLARAACVSTLWNSLLKDEATWK
ALCMKHQYRRRNSSICGGELLQPPSQRKNFSYRDYFRHKYNVASAWAHGGKVKVVEEGFGEGLVTSLQYDEKFIVVGCDN
HRIEVFDTNTAEKVRTLRGHEGGVWALQFKGGEKHDPERILVTGGCDRDVRVWNLDTGELLHILRGHNSTVRCLKMKDKR
IAVTGSRDTTMRVWDIQRGVLLHVLLGHQASVRCMEIHGNTVVSGSYDYTARVWDLRTGRCLHVLAGHYTQIYAIAFDGH
KVVTGSLDSNIRVWSAETGQCLATLHGHTSLVGQLQLSGNTLRMITQ*                                
>Rory_11835                                                                     
MLHKNCRPINVSRSFPLPPEILSLILHHAKDSQSTIYSASLVCRQWLRCAAPVLYMRPKIHNTYGWATFLLTLTRSTGTF
AYGNLVRSINLSNDHPLVNQKDQFVAQIETPRLCIDEHQSPITVSTSSLLQMANKCQHITTINLSRTVILHDKLIAETGE
YLSTLQCRYVRPGLTQIDIPMEEVIKAIGHSCQQLETLEIRQTRWVTAEIIWLFVYYCPQLKRLDARRSPNCSVKKLATF
ELVAYDSQLTENHSTENIFEESSDSEDYFGDHIQVIAGDIVEPARSSTHLDVINLRRIVEAESFVENFLINESLAEENRV
QEMMEGRSLKEIVRSILINARNAGSDDLAWLDAYI*                                            
>Rory_13240                                                                     
MSTINDLPNEVLSKIFSLLYRSYKYECLLVNRRFYSVAVLELWKSITINGHENDRTARCFSLFCIRIGERVKRLTLGYGP
HHHQLVCILSYLPNLEELVLSNTPSLIEQDVLQIPNLPIESLTIHKCDWITSIETALHVRSFSNLIQLDVDFRLSGLAKF
LRIITIDEAGIPYLPRLQYLSMGSRTLQGDDLDTAIISFLKTHPRIRYLKLRFNQISNIVFDAIICHLPDLETFLVYEPI
SISAKSIRKIVYHCPKLLYVQIDHIRSTEYDFPEVHHRVRHHRLTLGYNDLKHIRANQYADIIND*              
>Rory_13252                                                                     
MLPIQKLPFEILQIVVSYLNKKYQYNCLFVNKAFYAAAIPELWRNPHFSYKRTLCQFIRSQGFSKHQLGNRVKSMLFTYD
TRVRDTDFLNIFPFTPNLEELDIRQPEELTEVSSELLSNCYETAHDLRSFAHLKHLTLSCCKRMPIEFISFITVDDQGQP
YLPHLQKFAITKCDMNDHVIIPFIKTHPNLSDLILPRSDITDATLKTIACYLPKLTRLYIASWTQLSMHVVHDLVISCKS
LMWCSISARHDFIKPAVSNTSHECLAKINAFVDLNDAFCMYSRSQAGFALFEWNILGLNLVRSYYSKNNKK*        
>Rory_13590                                                                     
MKKISSSDKEAINHIWSLFAAAPSDQRILILKGILSTCCMPQLSFIFNATKPLLRIDFVAILPKEINLTIFSYLDAKTLC
HAAQVSQTWKEIANDDLLWHQMCEQHIDKKCIKCGWGLPLLDKKRLKRQNTKNQPAFKKRAVHQQVKSIIKRPWKDVYSE
RMVVERNWRNNQHNLLRLQGHTDGVMCIQFCEISKLVITGSLDKTIRVWHLETGELIRTLIAHSGGIRSLQFDDAKLVTG
SMDKTLRVWNHHTGQCIRTLEGHSGPVLDLHFDERMMASGSTDHTVRVWNFDIGECCTLLGHTDWVNSVRLCKEGKMLIS
SSDDTTIRLWDLSTRSCTKIFQGHVGQVQVALPSPDGFRHCLVNSSSESPNTSSTSSILQPLTNSSIIISSSLDNTIKCW
DLQTGQCVRTLFGHIQGVWALDFDKLHIISGSHDKTIRVWDTASGQCLYALEGHHESVRTVRLSDTRIVSGSDDGEVIIW
DFEYRNQMCSNVQ*                                                                  
>Rory_14314                                                                     
MTETSFEQPVNKSRSKHFTTILPFELCSYIISLLDFNSLMSIPFVSKRFASLFYVDELWKWKMQENDWRLKIPMHVTLAE
EEQSWYYWYKQRYQLEMRWNTGKVASHYLLGHRDGVYCVQFDDEKVITGSRDRTIKIWDLGQYQCIYTLEGHTGSVLCLQ
YDEEIIVSGSSDTTVIVWDMQTKRIRAKLHGHSAGVSDVAMNEKYIISSSKDTSIRIWDRRTYQPIRMIMGHRGAVNSIQ
IHKDLLVSASNDSLVKMWDITTGNMIREFAGHKHGLACVQFDGKHIVSGSNDHTIRVWDAETGLCTMVFAGHSGLWTFKL
DF*                                                                             
>Rory_14361                                                                     
MLAYLVRSYSSSSTPTIQEAKHPEVLVFKNYTPLDLLPFDGNGHDASRGLAKNSFDLDMLTDPKESIDKLEDLSADEWES
LREWEQHFASKYLLVELPDELQIKIFSELPLEDLLKSTVVCRKWNKLVFDGSLWSKINIIPFYKTIPTDYLLKLIKASSG
FLKIANFRGCIQFNGHALRVLSEHCPNVQVMIMIGCRNLSAASITCFLQKAHQLRVLDVSGLDTVKNSTLAVNSLSRLEK
INLSWCRNITGQGLIPLVTSCSSSLRYLKIDGCPQLDDATMETFGRHMPNLTHLSLAACTSLTDTGLLSFLSNQKTKITH
LNLSSCARLTDATLRHLSQYTPHLTHLELSGCVLMTDQGFCYLSSRVKSLVHLDLEDLQQITGITVRAIANHQTDLQRFC
LSNCTQISDDAITHLILHGVCHKLQHLELDNCTVTDEVLNTIAVFLQSQKRIQSESLLLTDSGISLFSQRERQINLKVLD



CLNITETGVKNALAKASPMLTIKSFYSFQENTSATTLNTRQVGSVRGMNNTTHRQSGNNSTHTANNCIIL*         
>Rory_14581                                                                     
MRKDGTPTIKSTSNYSSSSSSSGSSGKRYSPPKQRKLILSNLIPRLSSHHQQNNCKKVNTAKKAESTSGDVRRFQELPHE
LIIHILFYLDYKSILTLSRASKQFYTLSHKNHNLLWQSIFQYDFNLHQPSMTPYYQLYKNHFELHKRWRHGHVRTKYLTG
HDDSIYCLVWLGKYHIISGSRDKSIKVWNLHNTTCPLQLTRVHHEGSVLCLRLSKDNLSLVSGSSDSTCFIWSLPTLLPE
KRLVGHTGGVLDICLVKNYIVSSSRDSTIRVWDKHTGHELRRLTGHAGPVNALGSQGTQVVSASGDTTIKLWDIETGQCL
RTFNGHTRGLACIKLDGCFIYSGGQDNKLKIWDIQTGQCISSLSGHSDLIRTIDTFEVSYSDITANLNTYVSSAGQDKRI
MVLDFGYDLTLI*                                                                   
>Rory_14744                                                                     
MVDKEHGEDMKEKVPVKEFLSRHVPDQLTNAKKLCYRHRPDLIKRRQPDSIDFQQTQRQLDVLPTEDKAAVTHIWSIFSA
APPDQRLLILRGLLSTCCMPQLSFLYNAIKPLVRIDFMAILPHEITLKIFSYLDAKSLCTAAQVSHTWKEVADDEAVWHR
MCEQHIDKKCTKCGWGLPLLNVKKKVPMKRTIEPSDEPLRIACGSSMNHNSSSSISENSVRLESGKKMKAGGDEEGDRST
KQVDCEPVQEKDEVMVTAAEPIIRRRPWKEVYSERLRVERNWRNNRYQSRVLNGHTDGVMCVQFCDGSNIVMTGSYDKTV
RIWNLETCELIRTLTGHTRCVRALQFDEAKLVTGSMDHTLKIWNWQSGKCIRTLEGHTGGILSLQFNSRLLASGSTDHSI
RIWNFSAGECYSLTGHTEWVNSVRFCQDDTMLISASDDSTIRLWDLKTKGCLCVYNGHVGQVQIALPSPKGFSHTLTEQE
APLDLSSSRNDYDQPGCAIDKEKRKRTTTEQKSSNTVTDNPIIISGSLDNTVKVWDMTTGNCIRTLFGHVEGVWSLAYDT
LRIVSGSHDSTVRVWDLANGRCMHALEGHSGPVTAVALSDTKIISASDDGDVKIWDYGV*                    
>Rory_16303                                                                     
MSWSELPAEILYAIFKYLDSTESTGQCQYACKNWSIPAQHALYEKLWFVGKNREQCAKFLNCMKSHPNNRGQLVKAVHFG
FSYNQRFCDTTRSYLLELAKVCPNIEDVNAFSPIPAFYKELACASIFYWKHLKGIPRPYLMCFEPIDYSICVFQSQNSLQ
QVSISKNFCLNEFGRDFLEKLNEFPCLKKVSVMDPKVYL*                                        
>Rory_16867                                                                     
MNALLLSFPSEIITQVFSYLTIKDLARIECTCKLLQSFSLSEMERRIIREESSNDKWGILVKIHLGEIKAQPIRFDTFTK
KAYFSIFMDPVNIKTMFDHNRLIHCALTKKDDESYATNNKFVITVEKGMTEGRTIQVDVQNELCQVQAELTRLPTPPPSP
QLDEKENYFKQPLDLVTPLAPAPLTYTLQITELCLPLSTIAA*                                     
>Rory_16875                                                                     
MPRWSYLPAEILDYIFREDCLDESDVLQCCLVCKSWNQAANIKLYKEVAILRHSQLVQFLECMKSNQLGELVNAFYIRPS
AFGRKGMDYVQQLAAVCPNVQKFDCHVHFYDMWKALSSVSHWKLKRIPPPFPREKQDYYKCVLRHRQTLTYLCLPEYLST
DPRFRWFMRHLKEFTQLSHLVVRSSSFGQSLMDYDPIIQHARQLTSLKIGGTFGVHVSSRLPTPDLPCAEPRSEIKELKV
TIKYYPGTVHYLIRKFPNLKSLALAFEDYTTETATELQACFLEISGRFVDYLKRIHHYNVGMACTQALVSAYFKSNPNNI
LSFDIMSVPNDCPRLMLEPGGATIACGLEHAKKWTSPHVLSVSLSAPYTIGFRQWAQDVFTCFPHLKVLACSFHDVDPQT
ASFASGLSKSLQVLSLHLIDPVQKVCIDSSRFPSLQDITLDIPHVYDKTLNLDLSGLSLQQLQLRLYRHVHSLQGHGEIY
LQVKTNDAGVKRFTFKQERDSFQIIRGHGHLSLNPMVLQRSKQTNWSLM*                              
>Rory_17440                                                                     
MRLIPTEIVLHILKALDNEEDLVQCIYVCKQWSYHALEQLWYRPNITRSPRCLSFFTTLQLTHHTFPYTTFIRRINLAPL
ASLVNDSHITKLAKCQRLERLTLANCFYLTDVGLCSLIDVKTGIGPELISLDLTDVLNVTDKTLLKVAICCPRLQGLNLS
MSRPHFDITDVGVVALAQQCPELKRIKLNNCVTITEKSSIALALNCPHLVEVDLMNCGVTDRTLHALFDHCRDLRELRLN
QCDAAESLLTDRVLIQSALASQPNYYEQLRLVDFTGVSSIVDHSLAILVEAAPRIRSLVLNKCFKVTDEGVLSVCQLGKF
LHYLHLGHCSQLTDRSITRLAAECSRIRYLDLACCIDITDKSVVELAKHLTKLKRIGLVKCSNITDAAIQALSVHSINIE
RVHLSYCVKLTAPAIARLLHRCKYLNHLSLTHVPAFLREDYQQFCRSAPVEFTELQRQTFCVYSVGERTT*         
>Amac_AMAG_00677                                                                
MSESPPPTTSTADDLLAALQALPPAELQDLLLALLPSLPPEHLQAVTHKARHLLLRDFVALLPPEVALAILARLRVPDLV
HAAHVSHAWHALASDHGLWRDLYHRHGWTAHAPPLPPLDAVFQPRRTQDPLMADPPVPRSVASVPGTRPWIPPPATVAYE
DGCPAEADLDCWPYLFQQRHRLLRNMRHGTPSLTVFEGHREGIYCIQADPFKLISGSRDNTVRVWNLRSNATTHVLEGHA
GSVLCLEYNATHLVTGSSDRSIRVWSVPSTHDDPGGPSWEGPDDTYRTSTILHGHAEAVLNLRMDPKHHRIVSCSKDSTI
RVWDWHRGACIRALEGHVAAVNAVQMRHDTVVSVSGDRTVRVWDLRDHHRGAVHQLVGHVRGVACVAFDGTTIASGSSDA
TIRLWDLRKAGGAPVPAHAVPTNGLPVGYQSTVPGAAVAPLAPPPIAPDGSAAAAAAAAAAAAAADGHAPTAPSTAPVSS
ACVRVVHGHSDLVRTVQFSADDNVLCSGSYDTTVRLWSLLTGQQVRVIPMGARVLNVQYVPGTVYAACQNAAHVPSLVAW
QFAHGVDLRGMGPLPPAFARDPVPFPEPVNEDEDAGEDADPDHPGLGEE*                              
>Amac_AMAG_00995                                                                
MAKLEMVAHHVGTAALLLASVYSWPYTLCKGITYLRAIRRRRFPLVPWPRIAWSMLTGQPMRELESNRPQSSKLLALPPE
VFTCVMDHLHAEDLAKLATTCQQLCVLVNSDLVWASMIKRDFRTRGARWFPESMPAEKRPAAKDQYRELVESAVGVGLCS
CVRDPLSPRARDAPPCCYTSFIYTKRTEAPWYRRWSVTWREIHGGWPAVVTSMRARATADLLHILLTPLKIVGVVVALPL
LPIALVRLRFMRQTNGMWGHQARELYLGSLGVFTDGALVLDAQWLLFTVPMCAMALVLCDMDRAVTWLWESRKTIVVSVV
QLVAAFSLLGVAVRLLSTLANPPALA*                                                     
>Amac_AMAG_01693                                                                
MDTPQIPVTEDELEQFRKQWKNELSVHAPHPPASSSSVSTADAAVTESRGRPAAPAPVHVWKASHHRTIGIMPSAEDDDE
DDECDSAVPKQAPTRTRSSSKKRVAKSARSKSRPRDALPHAPPPIPLPVRSAGPIAAKTDASSSSAAAVEKLTDAVGAVS
VADKSAPLAPGAEDKAMQLYQQGMDLEHDGNLAGALKAYRAAFKIDAHIDIRYQRHYAAVHGLKASASSKDAASSTKTAT
PASATTAPLPPFNEWLEQIRREPCPLQPRTDLRPTYISVLPAELLARAFKFAIAADTNAFFSLSLVCKRFFLVTREPTIW
KHLCFRHYPPEKVIADAAAKEGWLQYFIREPRIRFDGVYISRCMYVRQGISEFGFNNPVHLVEYFRYLRFFRNGRVLSYM
TTSEPRDIVKQFTESHLESRKGFMRGTYAQNGAVVDLTLTDKRRAHNTFTKTVQIKGSKRGKHNRLHWVHYSFTTINHHA



EQEIVELDLTEFRPYVFSKVKSYGSA*                                                     
>Amac_AMAG_02182                                                                
MSDSPPPTTSTADDLLAALHAMPPAELQDLLLALLPSLPPEHLQAVTHKARHLLLRDFVALLPPEVALAILARLRVPDLV
HAAHVSHAWHALASDHGLWRDLYHRHGWTAHAPPLPPLDAVFQPRRTQDPLLADPPVPRSVASVPGTRPWIPPPVTVAHE
DGCPADADLDCWPYLFQQRHRLLRNMRHGTPSLTVFEGHREGIYCIQADPFKLISGSRDNTVRIWNLRSNATTHVLEGHA
GSVLCLEYNATHLVTGSSDRSIRVWSVPSTHDDPGGPSWEGPDDTYRTSTILHGHAEAVLNLRMDPKHHRIVSCSKDSTI
RVWDWHRGACIRALEGHVAAVNAVQMRHDTVVSVSGDRTVRVWDLRDHHRGAVHQLVGHVRGVACVAFDGTTIASGSSDA
TIRLWDLRKAGGAPVPAHAVPTNGLPVGYQSTVPGAAVAQLAPPPIAPNFSADDDVLCSGSYDTTVRLWSLRTGQQVRVI
PMGARVLNVQYVPGTVYAACQNAAHVPSLVAWQFAHGVDLRGMGPLPPAVARDPVPFPEPVNEDEDAGEDADPEHPGLGE
E*                                                                              
>Amac_AMAG_02506                                                                
MDADSGGLPTSGSEAGIAQNAAAPVAADDPTMPPLLSDDDSNQHAELERNMDAFLLALTSVRLAQPVVFIIVPVTVALAI
TFLLSVPVPVPVAHKLFIAMLVKFLLAGQLATHILHVTIPIMAAHCDCVGPSLVPHRHGQGRQTRDCRAPSRHARAASRQ
RLLVAAHPLQERHLPARPAAAPVPAPALAAHSLILCRVTDHLHAEDLAQLAATCRRFRALVDSNAVWASLVQRDFATRAT
RVFPASITRRKPSAKYQYRVLADSAAVVGPCACARDAPRASACCYTAFAYEKRTAAPWYRRWRVTWREIHGGWPAVLATI
RAHARTHLYQVLLTPAKLAGVVLAAPLLFIAWLRLRRMTAHGVWGHLARDLYLSSWAILTDAAVALDAHWLLVTAPMCVL
ALALRDADRVFGWMWRYRHALVQSAVRIVVVVGALGSAASVLAMGAQLLAMHGKMPVSGPWARVMVKAVPPVQV*     
>Amac_AMAG_03356                                                                
MVNDKLLFPNLRVLDVSQCAQLGDALAMGDPDVSGLFAKLPRLDELLINDYGDVLDDKRAATLLSGTNVRLLEIRKANAS
NDGVIAVIKGMPRLRVIDVSGCARVTIDEVEERSSQTPAGFRGHYNPREPVEQISRLNVTRSHSSQSSLLLRTESCPDHL
DVNILQQPAIDNMLSTLERERQKRTNADQPSSSSAAPSTPTILNATTVSTSGLQLGARQATKRKAARPAIPAADVAGGAA
PGQAAAPRDVAPAVPACLDPVAVLPSELLFRILAYLPLQSRSQWACVSRAWRRVACAWPRLWKDLPLVANTARGAKALNG
LVVETLVRRAKSKLRTLHIRAPALTDATTRKIAAFGHLKQPRLGRDFPDLMDFAFVDNRRIPSATLVTLCAAFGANLRRL
TLSGTCIKDEDLAKLFSRIPALETLSVAECTSITGDAFTLVQDPLALRVLDMRDCCMSSTTAAAAMSTRCPQLEHLDLRG
NRQLSPLCYRPLAHLAHLRRLLLTGAGGSFPDSAHLMLVGFFSHVQLVELEFGLCPALDALQLLSSDATPCARLRVLDLS
QCQQLGAAVATRNPEVAGLFAKLPNLRVLCLNQFGDLLDSDGAKLLLRGVSIDLRHLELRGCAIADDVLLALVTNLPRLR
MLDVSGCTRITPAGLDQARRVRTGVQVRFQTTRKDESGAKKRILAA*                                 
>Amac_AMAG_03392                                                                
MLLSGANVRLLEIRKANASNDGVIAVIKGMPRLRVIDVSGCARVTIDEVEERVRQAAAPRDVAPAVPACLDPVAVLPSEL
LFRILAYLPLQSRSQWACVSRAWRRVACAWPRLWKDLPLVANTARGAKALNGLVVETLVRRAKSKLRTLHIRAPALTDAT
TRKIAAFGHLKQPRLGRDFPDLMDFAFVDNRRIPSATLVTLCAAFGANLRRLTLSGTCIKDEDLAKLFSRIPALETLSVA
ECTSITGDAFTLVQDPLALRALFTKSHASLENLRMPGAANVPVAALQLLSSDATPCARLRVLDLSQCQQLGAAVATRNPE
VAGLFAKLPSLRVLCLNQFGDLLDSDGAKLLLRGVSIDLRHLELRGCAIADDVLLALVTNLPRLRMLDVSGCTRITPAGL
DQARRVRTGVQVRFQTTRKDESGVRKRILT*                                                 
>Amac_AMAG_04185                                                                
MDTPQIPVTEDELEQFRKQWKNELSAHAPHPATASSSGSSTTNSAVTESRGRPPALAPVHVWKASHHRTIGIMPSAEDDD
EEDESEPTVLKQPTSRARSSSKKHVAKTVRSKSRPRDALPHAPPPVPLPVRTPVPLAAKADTSSSSSSSSSSAAAAVDKV
ADAVAAVSVADKSAPLASGAEDKAMQLYQQGMDLEHEGNLAGALKAYRAAFKIDAHIDIRYQRHYAAVHGLKAASSNKDA
GSSTKAAVPATATATPLPPFNEWLEQIRREPCPLQPRTDLRPTFISVLPAELLARAFKFAIAADTNAFFALSLVCKKFCL
VAREPTIWKHLCFRHYPPEKVLVDAAAKEDWLQYFIREPRIRFDGVYISRCMYVRQGISEFGFNNPVHLVEYFRYLRFFR
DGRVLSYMTTSEPRDIVKQFTESHLESRKGFMTGTYVQNGAVVDLTLTDKRRAHNTFTKTVQIKGSKRGKHNRLHWVHYS
FTTINHHAEQEIVELDLTEFRPYVFSKVKSYGSA*                                             
>Amac_AMAG_04810                                                                
MMATVPTDRASADALPTSRPPASSASASSSPHAAPAGRVTAAILPGDVLATIFDHVSARSLDQLLRCRGVNKHWKSVVEG
AHMNALYRSLLTKWGASTTVNPRARKFNTLFSLVLKEYRAGRCCVCLQHTKAKNLVAGRLYGPKTDDPSCITCRVKVVLN
AIAMRKKDPKCFNALPSRPLQFVHEDTPLHKKVLRTVLHLPEKLVNQLPYYPEINPHNPHGAPMRIFDQDVVEKILFAVT
GHKDTIQVDYESSAR*                                                                
>Amac_AMAG_04812                                                                
MLTRSATAAARAAARASAPASPLAEPDASSRRGKYKSQPAAPTGDVDRREPDPPVQPTSFAHLPPEILALIFERVGTASI
GQLLQCRGVSRQFRGVIEGQALNALYRRVLASWGAPTTINPRARKLKTHYALVYHYFTEHCARCRNHFAAHECEPYAPRI
WPFQILCRDCRANRCLRVIRGGDKRTLRRLPTREFLGRHKDKRMCKSTLVKLGLPAKIIAHLPCELVENPHYGGAAPMRL
YDPKHVRAVLCAWTGSREPIDPFQSRCGRHGSRDGDGFAHGEGKDDDDSASEFLPEE*                      
>Amac_AMAG_04834                                                                
MPRTRSATAKAAAVAAAAAAATETTAASASALRVPDALVPPTPVPAPAPSPAAAPKPTSARHTIDDLPADVLALILDQMV
ATDSLSALLRARCINKHWKSIVEGAQFNALYKRTLERWGVKTEIKPRARKFKTLFAVLIRELQNGRCSACARGKLDPTTD
AFGGRCRECRLANFLDARDSDEAAFKALPPRKIIGLPGTEEYRSKKSPKLYKGDLSARLHLPKWVADRLPYRTRRHPFFG
NGSAPMRLYDVPTVEIVMAAWTERTEPPIDIGPYAPDWRERDRQLLQGGEGQDVGKEAGGQGASGADQVEE*        
>Amac_AMAG_04931                                                                
MTDRQGCSPRRPGRLSARLTSPTAAARRNRPITAAIAHQLPLTRARNATMKNPITSLISRAMFSRGSGTSPARPADQDTP
ATSTPAGTTAAAAARAGSAPAPSLPWAIFHPDKIAARPSSPVARATYAWSGAVPGSPTDSVLRARPGGTMSPTVSLPASL
AGHDATCALVTRYTTAVLDQLPLPKLSPTTCTCGKDAIDPVARLPLELVLKILAHLDAPALVRLAPCNSVYHRLANDHAL
WRQLYRTHPACHASKLAQRFVDPETLARLPIGAVVSHGNGGGQPSYPHHHYQFGLAANHHQQQGTSAAHPPHPFLVPQNA



QWSLLSTSTSLPGALLADPPTVSAAHTRAGTLALPSPPSSPTAAACAAWAPTGTTATDLEDVDEPMDIDGVGDVDEDEAF
PLQSAQAKLDWKFLYRNRVRLECNWRHDRMPMTELKGHGDSVYCIQFDQQRIVSGSRDQTIKVWSLATGTILQEMRGHAG
SVLCLQYDATGLLVTGSSDTTVMLWDLTRGVKLHTLSGHTAGVLDVAFNQDVIVSCSKDCTIKVWSRPDDWRVGPVLKTT
LLGHRAAVNAIQLRGNTLVSASGDYLVKVWDVASGTHVRDLAGHSRGIACVAFDGRIVVSGSNDKTIRVWDVHTGTLLAT
LEGHTDLVRTLALDSARGIIVSGSYDQSVRVWHVWSDEMDGPFGPRRHAGVPARRDSTRTTQSPVSPVPPNEGLAVALGP
NVPGVVTAASATGDTMTATDQATDQAAVTAPPKPKVHYFEMHNFAKVHSSWVFNVALSSTHLVSASQDQSIVVYDFTQGV
DTAWIV*                                                                         
>Amac_AMAG_05252                                                                
MEQLPCELLDRILSELPERDLVIAARVCRAWYMVSRWRRSLVVRAVPGINDINAILRAHTGLHALNLIFAGRATRIPPNP
ISAKTALVQDLHRISEQFAGHPTLRHVSVESDLALRGVLKCPQLESLNVDTSMTYDVQADMTSAAALDAGTPGMDWALEK
NGRNIAHLLQHLPSLRKLTINRPLFFAYPVEPSGAGRARASHQVAEAPFSLTKALQAPRRAGERHRALESLEVSQLPMWS
LINLLGFIQRGHLPHLTTLSLEADLHMPHGIITSLSVGCPTLRVLRLQHVKLGPDHLFELMTCGDLASNLRELSMSHVEA
YAPTAHGLYDPLLRAIARSFPSLESLKLVYCDWITSPMVPTWATPLFDPATPPPVPSMRTLDVFDLDANNCVRFTALVPL
FPHLESMRVHLAYADLPQIEVAAQFARLQHLELRCKGTTVPISAEAPTILVEPPPVVGFALSSSALTSLFLWTPPPKPWL
LEYAVLPMAPHLTRIVLNYPSTAFTDLVVHAAPVVLSALEHLEVRAIGADGGRNAQRLVRAFTHDAPKLKFLHLEALYHQ
AAKLEMELVDQLVTKAPRLRALEVQNYAITVDVLERFRNAPWRAHLHHLELCGAAIEAMDVALLDAVLDVVRAYRVLRSL
SLSVNRISNPAWELVLALGQCTASVRHWPAEQPVSRFVQRSDSAVDLASSVVEEARVPSSVRTDTDLDEAVAALDLEDQV
DKTVGYLASAKIAGERRRMLQTVLARSFPGIESLAVWTKLSCRGLANL*                               
>Amac_AMAG_06477                                                                
MADNCRGAVDGDQAGSQSTQGARAKLQPHHAALLADVLAHIFKYLTNAAHLLAASHVCRVWHATIMDTHAPILWPTVYHR
LQGLRYHDKPLEGGPMTWQDCRRLTLVSDIRDRHNWHKLKQLGRRLMSAGAVKDGLSEHKASVEDVHVVRNYVPVEAVVA
QCPHFLDVPDGGEPLMSVTDKCVVFEPRISGTLRAQRDRTFVLAQPISPSLNFADSSRSSFLLHSGPELVEKVDNHGDVI
IEPDYLFNAAGATSTKWVFARSATRIHLYAQPTAHACVRVAHPKTLHIIDLSCCDDWLVVLYQVPLDWSTDFVRNPRVPW
RANDNPKLMATPCILAVYDLRTVQIPRAEPDRCFLLKAVDIGVKAIGAVWVPYQHGLAHAVVGPDAHPFPVTESSPWAIS
EPADASCRKLLKVMVSEQGDDRIRGQRLVVVTFDVSTQATPDLVAYQPYGIVPEHPTELRGAEQDESFATHGPCCSYTSW
RLFGRILVGTPLDPLCCPRLQFARDDSGLAHDVSIAPDFKMVLTQITRGGFNAVSALMRESLLRAFHFEANDRAGVVARY
VAQICGVNHELAAQYALRPLESTFIATQLMAKSGRPSDAALSAWSLALRPAPLRVRATLPPLARVAEEPPYHITSMHWTR
RERLVTISRTPRPMARYWNEFGGARAIAYYGARIEVVDTVAMRVVARTELPPVTAFLVDWCDNPPWHDRQYKPAPWAPRD
HKRDYSKRLPGQGNSRRALFVPSWQSETDADGPFADTWVLDPLHAAFTIWRQVPVRYAHAPGTVLHVAPTASGLALVRSL
GPMRGSVVELCTYSKTRAPTVAVKVPKIAPVEEPAESAAGASRNARNQARWQAKAQGRRAHVQTTVAAGAPVAVVRPGVG
KSRSKGPMLMPRDEVEEGRQLVDEDVWEDEWEEDEESGDGRNEREDDDG*                              
>Amac_AMAG_06495                                                                
MLPAIQQPDLLVHIFAHISDVPTLFHASHVCRSWRTAAETPSLWTRLYRRLNRRFPAPPLHPDADGTTLRGYLLESALRD
RHAWSGLKRLGTRLKHADRQVRDDMPVEDLYQAHKYARVGTVVAQCPHLLGEPAEGGERLMKVTDTAVVFEPRLVGNLRS
LRKRTFVQVQPLIDAAKATPSPPTPPPALLLSSSREQVEMFAEDGTITTTKDTHFHSAGTTASQWAYTQSAARVLLYPLT
SSRSRITVAPPVPGCQIIAVSCNDDWLAITYHVPLTWIAAHANDDDDGSLPYLLALYDLRAVRWPHLAGDRCLLLDAAEV
GITRIDVWVPFAHNLVHNLSDKSDPFPIVPGVVDPWPSPVRFSRRLLKVVVAERGASRTAVTGHRLVVVTFDITTAAEII
AWQPYRVVPQRTRADDGDGAVRDSCCDIVAWRLFGRILAGVPRDPACCPRLQFARDYSGVDTTSEIDAGLIALLTTPRRT
AFDAVIVLLRPLLRGLRRTVAHDDNTVPDSNNDTDAERNRVHWRADPFRDRDPHRCVAHPNHPVPLRILATLPPHPAYRP
SSMHFARRTRFVILSTPHPSTSTSHPPLPHPTQPHAVTSPGHLITVLDVPQLRVIVTTALPPTTAYHLPTTSPTPLWTDD
PLDLPDWFRSTIPVDPTRAALLLPFRRVNDVDALTDPWILRPIRAAMRVPQNNTGGLVRRVYAPGMVLAAGVGERGVVLV
RSLGPLRGSVVEVCRYDAGKRHGGVGGVKVDVPKVGLPVWIRDTWPHYWPEVEEERDGKVEVEVEEEEEKVGSRMQVKRQ
AKADGRRKRRGGRGGGAPGAAAGARKSAGLVDEVDEALQMLADLDAWSDDEEDPVEDEDFEGDVADDGKDRPVGAERDDM
*                                                                               
>Amac_AMAG_07170                                                                
MAVSIATVIISVVNLYTLLVLRKIHERSSALVVKRQDLMQDEIDQLSDLPVDVLELILAQSSISPHDLAACAGVSRAWHT
ASSSSRVWKALLDDRYRSGPRPLDLAHVVRGSDGSPYTTWRAYALDRFQLDQAMVTLVQAMRFSKGGVRMVAAIHDQLDR
LVHQQALGPRFAPGTDLAGTPVGYHMIDVLQFLSTSRHTFLSERRAAWLLLRRIRWTWVLDRIERADNEPIENTWALLSA
ARYIHADPVTQVVDPVLAQLDELAAACPPVPASSTPRDRLLHLAQYLYGPTDRGGLGFRGALETYHELTNSYLDTVLATR
AGLPISLCMLLQAVGRRLNPPVTVDLVGFPQHFLARFHDPDTKSDLYLDPFSYDAANPRAWIKTTADCRAMLEVNHVPFL
PQYLAVTPNSRVLARTARNLYWALTRAARVGQPLSGDAEHQLYAIATLALRLEPDQVNWQLRRIRQHLMDDERLVLDSRD
AEVEVDRLAALRNVPVSADLDLMSFVDWVRTLATTDPGAPPNWPLTDVPDAAPESHPESGPLFQIGQVVRAWDGELAIIM
TRNYASRRPAPNRPAGMEDDEDRDAHLPHYMVRYVGRERSNGTAYVSHGPLTALEDDDDDGRLRALEGAFAVDPPRGFRA
WFAVRGLRAPVRDTSVATEEVPRSRPWQPGVSMARPGPVSVYPPERMQALGWELGQWYDQLHCGDVVAVAGAAPPGWYFR
PVESLREEESDAEETTTEEDESDDMSIVDDSDDLGWHMDEE*                                      
>Amac_AMAG_08101                                                                
MDFKRLIADLSPAQRAEVLASLIPMMSTTELQLARQLIRTPSGPITVPVAPVCHAHATLSMSWPGPAPSTVPRSKSPDCA
CACTCTDGTPRPQFRDLPDEILLKIVAYLRPQSLARLARTCHRFAVLIRDSLLWKNMLAKYRGQGYAAYRPHEDKLRVLR
STTTPPAPIPIVYSPEKALVRRDSGVARSPTAAAALFGTSPDGSRNGSLPARNGHQEIPKSLGSFWRDEFRRGYLTHLNW
KRGRCRIAKVLRRPGSLHADMDPDRNLIASIDADGSKTWDVMTGETTTQLPSQLGSFTTIKFFQHYTLTGSTNCSVRVWD
HATGQLVRAFTGVHTREVSAIDADQATVASGSEDTVIWTWELLSGKPLQYFRGHTGPICSLKLDMARGILLSGSADTTVR
VWDVAPTLMAPDNPTTPIVQLGKCRAVLRGHQNEVFCVALASNLVVSGSGDCRIKVWSLETKSLLRTLEGHTAAVIALQV



DNNKIISGSADKTIKVWDLHNPAQALYSLSDQHTSGLLALRFNDKQLFASDMASTIVVYDFEHEDDKQDTDPRAPPSPSS
STGSMHFCTY*                                                                     
>Amac_AMAG_09451                                                                
MAELTDIQVQQTIAESHDEDGSAPDPPIPVLQLPDLPDDVLQQIAKHVRARGKPKLIHGCIGLDAKSTVWSLLALRDTCR
AWRRVVDDVLTWHLDLAVSVNIKMASESSTTTSIHSHVTSRWGAKVVVLRDDLRTEQVGDAVIPESPPQAPESLWIIGRN
EPLDAGRHIALSQVRSIAVHGERAELSRALASKQYLPCLSTVLERTAMWFRHASAMKIEVPVPVASLVAPLAVLGPTLTL
LDVCVGDSEWDNVAATITLPALYELRVTFHTGKPIRNMLAAPRLQKLCVQTHLIHPDLVQTYAAQWASTLRKLDLNAAIQ
GNFPVSNTPDMDTAREWLWLRTLTCPAPALNLLVPTTASDEGMSPLPTLRSLHLVSEQQIGRHLHSVTPASCPAALPRMP
SLTTACLDTLRLPNTIFADLATVAPRLAQLDLARSLLIKHGVPMSRAVFPALERLVVHDPEVSQAAVTAVDAPVLKHVCL
HEFVTKVPWPSVTSGELVALGWIGYRPVVRRTKVWPR*                                          
>Amac_AMAG_11425                                                                
MLPSTTNGTTAVIPTTRPLLRLLDLPDELLVHVLSFLDPRDLAACSALDHRFHTLMRSAWAWKRAFQRCFSGATDAPLAL
CASWPLEYRRRVACLRQTVEATAAFSVYAPRGPRLDRMVVDDAQNVYLAYGDSGSYWVANMAKWE*              
>Amac_AMAG_12937                                                                
MSEQPRTAHAGTSGFLRLSDEVVTLIFHHLGPPDLARTMRTCRHFCSIARSNAIWKDLFFRHFTAPLVDAPIFSSRARLS
NRRDNWRELYRVQSNWALGRARKMQLVLDSAPAQVPEEERPKKRRRIAPGSHVAPDAVATDTLKYLLVGQTVFHVPPGTM
GKIDVYSLRSSAPSTKQTIDLSKPEPVLALVPDSTTSGPSTRVLAFTSKHLHVVDLAPSISVTTTTLNPLSTQRSATVLS
AVYVSSICALLVKTTASVSLALIHVDSAKVLDRFYGFPNVATLALAAHLDDSGRLVVSVAFPRSLYSPPTSPAQHELQVQ
QFMIPIADGRAASSTALLIPKERAALMTPFTHLPVTTRAPQLHASIVHLSVSAPYIVGTHSDHSVSVFALLPDDKRTDQL
VFLTNLIGHTAPVVAVAVQASGRLATLSRDMSVRVWQLEPWIATGNTLGTPPRMIAGPGPENENTWLFHRPPDPLAAPVR
RTSSGSTGFAILHLRNTTPLTKSTTRTEYVEEEVSDDEDAEADWRRVPFRRAVETREVLRVRGDACVARLRVDAGDDPVW
VHCGKDQVVCGLASRVVVFDFCA*                                                        
>Amac_AMAG_13447                                                                
MLDLPSSLHPSSRIPTAASASGARPPHHAAARPAGAPRSITLLASGSGSGSPVSRPDPARGSAAGRHASVRAVSHPALFR
HDSGVADVVGSKWAVDRRSASPLGAVGQPRPQRNGTAAALPHDVCLAILRHLSIMDRLISSRVCRAWRTAAVCPSLWATI
SFTYAVAHRVPLGAVLRLMAWGSASLVHLDLRGCSNVTSIEPILAAAAMFAPNLRHLDLRGLAPLPRRPIVPRAGPNDRD
ASDELDADETLSLPGTFGNSLVQLANLRTLYLSSASPHLTDVDLAVGLRASCATLTVLDLARLPGVTGTALALLCDTPNA
MPSLHTLRVQGLGGLDARVTAAIGAACPALRVLDVADCTDVILAPLIAGRKATALTTLRTARTNVSDAALTAVASASPNL
TTLDISECPHLTPVSLSSIARTCPSLRVLDAESCRAAVTDVALVDLAVGARALRDLRISGCPQVTDVGAMAVVRRHAASL
RTLHVDGCPHISDALLAGILHFPPRQLRELNVADCPQVSYLMVQHVVEVAPGLRVKSAWATRDGEVVPTGPVVAEGEGGR
RRQVTIEDVVLGSAPLCPIV*                                                           
>Amac_AMAG_13549                                                                
MSATPPPMLPPPRTATTVSPPPMTLSTAMALRTPSPGPMAAAATTAWSLSSRSPTATVLARAAPRTAGAAATGATSASTA
VAPSVCYRHRPDVRAKEPRVDLDALLQQLPAPAQTQVAQMWTTFAASSSRLRETILLGLLDACCMPQLTVVSRAIAPVMK
MDLISQLPMELALRVLQYLDAKSLCRAAQVSKAWARLANDDVLWHRMCLQHIDKRCAKCGWGLPMLSRKRKRTRCSSDSS
TTGVAPAASSSGAPGPSSAASGDGKGDVRPALTSSSTSLSRVPAAPTSCGGQMPIVSTIPVSALLNPPSSDDNDDSDDDD
DAMRACLDQPPLKRVKRSGSVAPGSIHGSSAAVPERQGMTRHVNGPTDTAVNALHRNRRRNWKAVYAERLIIERNWRRNS
HLVFPLVPPTASLQPRITACHLDEPFLMTSSMDGLVRLWNLETRTCVQTLAGHRGAVTGVHFDEANGTRVVGRARRDRAH
*                                                                               
>Amac_AMAG_14472                                                                
MTAPLQASASDHHDAADHSSTPAARTKAHPVSQHRALDVTNVLGHIFDQLKSPADLLRASHVCRSWRDTIMVLDAARLWP
AVYRKMHGLQYRDPPLVDGPTGWEEYRRLALTSAVRDTHDWYKLKQLGKRLATSGGKCKVSDEQEVELGKVHIVRKYAPI
ESVVAWCPHFLDVPNGSAVTVTDKCIVFEPRVTGQLRAQQTRSFLQVQPISLSAPATTPPAQAAILLSSGRAPVEQAANR
GNVVAAHDSFFKAAGATATKWAFTRAATHVHLYPLSACDARICVAHPKRLRILDTSCCDDWLVVLYQAPPKWVADFARNP
SVPWRGGDDPSHMATPCIMAVYDLRAVQLPQRHIEPDRCPLLDAAEVGIKAVRAVWVPYEHGLTHAVVDPDAHPVLASDP
DPWATTVAAPHAARRQLLKVAIHEQSEYGRTCGGHRLVVVTFDVSTASLPALIAWQPYGIVPENPREPRGPERDESFATH
GPCCCITSWRLFGRVLVGTPSDGYCCPRLQFARDDSGLDPGTTLVPEFAAILMHFTRKTFMAVSVLMREPLLRAFHYHAA
NYDEIVARHVAQICGTNPDLTAQYDLRPTEADFFCSHLASCSQPRAEQLATWSVLLRPAPLRIRATLPRMQQSWYQIADM
HWTRRDRLVALSRPAPWAEQSFSSRGTHNAATAEGARIEVIDTAAMRVVARTDLPPTTSFRIRNTVENPPWRDLGTVVPP
TPFAGSDDAEEEEEEEEEEEGPSRRVLMLPKHPDVAHHEALSDAWVLDPLRRAWRPEPWTGASRRRVHAPGTVLHIAPTA
HGLVVVRSLGPMRGSIVELCTYSKSRAPHDVVKPPRIGPVPVSIADQLERTEGHEPWRRIMEREQSVIVRAPAAAAGSRR
RRRTMARPAGSGVRKFPPLGPRVGLREMCVLLCEVGLDHEDE*                                     
>Amac_AMAG_14483                                                                
MTAPLQASASDHHDAADHSSTPAARTKAHPVSQHRALDVTNVLGHIFDQLKSPADLLRASHVCRSWRDTIMVLDAARLWP
AVYRKMHGLQYRDPPLVDGPTGWEEYRRLALTSAVRDTHDWYKLKQLGKRLATSGGKCKVSDEQEVELGKVHIVRKYAPI
ESVVAWCPHFLDVPNGSAVTVTDKCIVFEPRVTGQLRAQQTRSFLQVQPISLSAPATTPPAQAAILLSSGRAPVEQAANR
GNVVAAHDSFFKAAGATATKWAFTRAATHVHLYPLSACDARICVAHPKRLRILDTSCCDDWLVVLYQAPPKWIADFARNP
SVPWRGGDDPSHMATPCIMAVYDLRAVQLPQRHIEPDRCPLLDAAEVGIKAVRAVWVPYEHGLTHAVVDPDAHPVLASDP
DPWATTVAAPHAARRQLLKVAIHEQSEYGRTCGGHRLVVVTFDVSTASLPALIAWQPYGIVPENPREPRGPERDESFATH
GPCCCITSWRLFGRVLVGTPSDGYCCPRLQFARDDSGLDPGTTLVPEFAAILMHFTRKTFMAVSVLMREPLLRAFHYHAA
NYDEIVARHVAQICGTNPDLTAQYDLRPTEADFFCSRLASCSQPRAEQLATWSVLLRPAPLRIRATLPRMQQSWYQIADM
HWTRRDRLVALSRPAPWAEQSFSSRGTHNAATAEGARIEVIDTAAMRVVARTDLPPTTSFRIRNTVENPPWRDLGTVVPP



TPFAGSDDAEEEEEEEEEEEGPSRRVLMLPKHPDVAHHEALSDAWVLDPLRRAWRPEPWTGASRRRVHAPGTVLHIAPTA
HGLVVVRSLGPMRGSIVELCTYSKSRAPHDVVKPPRIGPVPVSIADQLERTEGHEPWRRIMEREQSVIVRAPAAAAGSRR
RRPPERPSCSHPPWLSATLTRNPEKIAMLQLVNPTMLAAAVTNADQAGTMLDLVRALLASTAVGAAKMAELSVDAARVLA
RVFARVLAAGELRVHVAYVSRELPQAERSALLKQFRPPAADGSATMRYMHHVGLTARAGPPGVAVALLASHEVCYSKELM
EKRENRRAAPEIEGMEEERMEEEERVELGLVDLGPSEEQEALEALFGSEGEEVKGQPTRMCGFASDDGDEGDDEDEDNMR
VEA*                                                                            
>Amac_AMAG_15166                                                                
MSKSRAWGLLGGTIVLMMQACLGVSKFAAGVAVHMVGYGDELPWVTHNGYHMWDGQKSVESSGWPTPLYHPIAHAAWALA
PAVPTVASPATSGTGVPPVPLMPAGMVAAEAFPPSPIHSPSHPDAPSAAPFLFGSAAAAATSPTPPCTAGEDVAPLAALQ
HHLPAMLAAFDAFPEPLQQYVLFQLLRRSTVSTLALVHQVVKPAMQRDFLANLPVEIAMHVLEKLDAQALCRAARVSRRW
RQLVDGDARLWRALGHRAGLWGPEGHASQALKLRSPRDVIEVARATPRNLWPRLLSPHVSDEVAALLDSVNPEDDRGDAE
MDAAMDAVDNMSAVAEPVATPHPFKHMFRRAKDLENAWWRGEPKKLTFVGHPTSVVTCLQFDDEKIVSGSDDQTICVYDI
KTGALLKRLDGHEGGVWALQYVGNTLVSGSTDRTVRVWDLATGKTTHIFHGHTSTVRCLQILLPVVDAKVDPEHAKQVTS
VFATAPFKGGYLPSNGYLANTLTPAPHGTAHCHRPGDMPWPPPSGHDEAGAHGARAHTGGSYALAAGSATPSSSAASSNA
DLSNAAANGGANGGGQGGPAPANGGNPYARHHLTGHTHSVRALAGHGHLVCSGSYDGTVRVWDVVRGKPVWRLQGHTQKV
YSLVYDGVSRCWSGSMDATVRCWDLTTGTCIAVLEGHTSLVGLLELTPKWLVSAAADATLRVWDAQENTLVHALQAHANA
ITCFQFDASKVVSGSEGAIKLWNPKTGRMVRDLVTNVSNVWRLQINERWLVAAVNRSNQRTEFVVLDFDTTVRDGDDEGG
ARPGSGGEEDDGGEDEEMGEDEDPEEEDDAMEEYDEEQEDDAPHHHHPHHHHHNHHGGGGRDDDTDDHDDDQGPPAAGSS
SSTQIVASATVTVSARPPSRPTSRASSSASRRPASAASSSSATSASAAAPPPPPALTATTTTAAARRSPRRRVLATRAAR
TALRTASAAAAPPPPPPPPLHAYPPGSAAGAATPAAAAAAHAYLASYYAQSYAFRPPSGAARPPPPPPPPHSHAHMHHHH
HPYPAYPFYYGAPPPPTHPPPPPPTTQAVVPPQQQQQEGEVGDGAQEDADGDDAMHEWTAEAAARAAAGHESGSSGGGAR
GGGAR*                                                                          
>Amac_AMAG_15192                                                                
MGQALSLWPGASGALAAPAATAATRTADEFINAPNSTSPTVLIPAEPAAGPTLSPTRLLTHLPPELLAMIAAYLDDPAAL
AARATCRKLHSIIQRTPLGQTLKFFVALDAEYQLAFAQYPRSQVAKIYTATTALHRVLERRAAVATRDPAKLQAARVVYV
ERSRTMAHPEWPMLGVEVYPARTTFELQLPMTNTTLPATAAGSAPRFIRRGSLGSVFVRVDMLYIMMFANAQGDVRTPDD
PTHGIAVHSHQTGSMDVWTTDTTVARTLGIRRANAAAFHPPDAHALFPRPNDDDLVDVPLVRKLAILTGYPPAGRAIQRP
WQTTLAHVMRVFQGLMGPYGDQTEMTYVALMRATEWETADPVEVPKCAATMAATVAGIDAETERARLQGAVDTSATATAM
GLTSAATRAKPTAWALDTVLGVSPAWTLAPPPGVWTASRVLAARRRLLAHVANMYRARAKCAVRDVKYHALVDSIELLDV
EAWVQGNEPAVARVTARVNVPRGTIAASVSRKPAWMVAPWLEPIQGLFMGPFRTRTAGRANEAGTQTENGSSVAGGVPST
PGDSAPPLAPPRSPQSPRPVAANGNDEPDHDRITLDVYVHRLHNDTKAHIVANGMQLASYIRGTLGVMDVLKDVPAITVA
VAAVLAMVPNPGMENVDRAADMEGIGIEVVEENVEGADAGVSAEARLVELLERAARAWIV*                   
>Amac_AMAG_15458                                                                
MAASSPAAGVGWHANGAQAQAGPPNSPPLYAVLLLPDVLAHVFKYLANAAHLLRASQVCRVWRDTIMNTHAPLLWPALYR
QLHGLRYRDLPLETARMTWRDCRRLALISEIRDRANWYKLRQLGKRLASAGVVKNVDNTCEVPLREVHISRKYVSVEAVV
AQCPHFLDVPAGGEPFVAVTENGPEHVETIEDDEGEVLGVDPFFKSAGVTSTKWAFTRSATTIRLSPLPSINLSVRIAHP
KRLVILDMSCCDDWLVVLYRVPLDWPAHYARNLRVPWRDGDDPDVMTTPCMMAVYDLRNVALPRVDRDRCLLLDASEAGV
QPVTAIWVPYSHGLAHSVVDADAHPFPIAEPDPWAVADPASTSHRRQLLKVVVNEQGDDRIRGHRLVVVTLDVSTAATPD
LVAYQPYGIVPEDPTELRGAEQDESFATHGPCCSFTSWRLFGRILVGTPLDPVCCPRLQFARDDSGLEPGASIAPDFKAA
LTLISRRGFLAVSVLMREPLLRAFHFNADNRANVVARYVAQICGMEHELLAEYDLHPLELAYIRAELATTCRTSDATLNE
WSTLIRPLPLHI*                                                                   
>Amac_AMAG_15465                                                                
MTTSSRSTNHDDERASDDLQRHASPTLPAIQQPDLLTHIFAHINDVPTLFRASHVCRSWHTAAQTPSLWTRLYRRLNRRC
PAPPLHQEADGTALRGYLLESALRDQHAWSGLKRLGTRLKHANGQVDDDVSVEDLHVVHKYARVGTVVAQCPHLLGEPAE
GGEELMKVTGTAVVFEPRLVGNLRSLRTRTFVQVQPLIDPGKATPSTPTPPPALLLSCSREKVETFAVNGTIKTINDTHF
RSAASTSSRWAYTQTARRVHFDNWLAITYRTPLLWIAEHANDDDNECNLPHLLAVYDLRAVRWPKLAGDRCLLLDPTEVG
IPHISVWVPFAHNLVHTVSDTTDPFPIVPDAADPWPSPVSSSPSLLKVVVVERGDARRAVTGHRLVVVTFDITTAAELVA
WQPYRIVPQRTRDDDGAARDLCCDIAAWRLFGRILVGVPRDPACCPRVQFARDDSGVGTVSAIDPGLKAVLTTSGRAAFD
AVTVLLRPLLRALRRSNAHDAHTAANVDDDDDKLTPNEIAFICAQFPSTPDASQIADMHFARRTRLIILSTPHPSTSTSD
PPLARPTQRHAVTSPGHLITVLDVPQVRVILNTALPPTTTHHLPTTASPNPLWTDTPLDLPYWFQLMIPNAGGMVRRLYA
PGTVLAAAAGNAGVVLVRSLGPLRGSVVEVCRYREKRHGGAGGVEVEVPKIGPPVWIRDTWPAFWPEKEERGEKVEEVED
KEVVGSRMQVKRQAKADGRRKRRGGRGGGAPRAAGAGARKSAGLVDEVDEARQMLADLDAWSDDAEDEEVPVEDEDIDED
AVVDGEYRHVGVKGDNM*                                                              
>Amac_AMAG_15469                                                                
MAEDCRRAPDMDQADSHTKQAARAKLPPHHAALLPDVLAHIFKYLTNAAHLFVASHVCRVWRNTIMDSHAPILWPAVYRH
LQGLRCEDKPLEDGEMTWRECRRLALVSEICDQHNWHKLKQLGRRLASSGVKTTTDRELYIPIEEVHHARTYIPVEAVVA
QCLHFLDVPEGGEPLMSVTDNCVLFEPRISGNMRPQRAHTFLQAQSLSRPVKFTGPTRGPFLLHSVPEFVEKVDNHGDVV
VESDCFFNAAGATSTKWVFAQSGTRIHLYAQPGAHACIRVAHPKKLQIIESSCSDDWLVVLYQVPLDWSMDFVRNPRVPW
RPNDDPKLMATPCILAVYDLRAVQIPRAEPDRCFLLNAVDAGIKAIGTVWVPYQHGLKHAVVDPDAHPFPVSEPDPWSVT
KPLDASSPRRQQLKIVVNEQGDDRIRGHRIVIVTLAVSSATSELVAYQTYGVVPEHSTEMRGGESFVTHGPCCSYTSWHL
FGRILVGTPLDPVCCPRLQFARDDSGLAADDAIAPDLKTALTHITRGGFHAVSVLMREPLLRSFHFAAGDRESVVARHVA
QICGMDHELLAQYDLRPLESTFIATKLMAKSDRPSDATLAAWSLALRPAPLRIRATLPRLARVVAKPPYHITSMHWTRRD



RLVAVSRPSPSAPPLARYVHQFAGLRSWLNHGTRIEVVDVAAMRIVARTELPPSPTYYFPWGDNPPWCETPPAGVPLVET
KEREKSMSSFWRRALFLPMWRVDTDADSPLNDAWVLDPLASAYQPNWRLSPKRYVYAPGTVLHVAPTANGLAMVRSLGPM
RGSVVELCTYSKSPAPPATVKPTRIARVVDPDYLNTSSSRVSRASRNQARWQAKAQGRRADVQTMVADGAPVAVVRPGVG
KSRIKGPALMPRDEVEEGRQILDEHEWDDDEVSGEEDHVEDERS*                                   
>Amac_AMAG_15481                                                                
MAARLDTPNDPRVVTVPVPARESPQTRHAVMIPDVLAHLFKYLPNAVQLLRASRVCRVWRDTIMDSHAPLLWPAVYHHLP
DLRYCDPPLETESMTWRDYRRLALIAEIRDRANWLNLKLLGERLASAGAVTGVDVNCNVPLEKVHIARRYVPVGTVVAQC
PHFLDVPDGGEPLVAVTDGCVVFEPRLTGELRAQQTRSFVQVQPLSHSVTSAVPPHHDAVLLQSRPEPVEVIRNGNVVPG
IDSFFKSAGATSTKWAYTRSATRVLLYPLLAASASICIAHPKRLLILGVSCCDDWLVVLFHVPLEWPRHFARDPRIPWRR
NDDPELMSTPCIMAVYDLRAVQIPRAEPDQCFLLNAVDAGVKAVSAVWVPYQHGLTHAVVDPDAHPFPVSEASPWADAES
ADAFSRRQLLKIMVNEQGEDRIRGQRLVVVTFDVSASVPDLVAWQPYGVVPEHPTELRGAGKDESFETHGPCCSYTSWHL
FGRILVGTPLDPVCCPRLQFARDDSGLALDAVIAPDLKAVLTQITRRGFLAVSVLMRESLLRAFHFNAADRASVTARFVA
QVCGTDHELLVEYELRSLESAYIQANLAATSRPSDPALASWSLALLPAPLHVRATLPRVVPAPGQLTYHVTKMHWTRRDR
IVAVSRPSASAAPLQHLRSFFGKHDAFMHCGSRIEVIDLAAMRIVAVTDLPPTTEFQIKYRSINPAWYDQLEDEPWYKPL
VYERGPIIRGDHWDNALMLPAWNSELDKDGPLTDEWVLDPVRIAWKHNWSGATRRRVYVPGTVLHVEPTPKGFAIVRSLG
PMRGSVVELCTYSNRRAPCAVVTPPKIAPVPAPSPSLPPSLPSPPLDDTRVSRVDRNQARWQAKAQGRRSSVRSFVPDGD
SVGVVMRSFTRTRRNRAPAPVVARDDVEEWRQLTHDEFRWDGEEDDEDDEDDEGAGEWEVDELDGRVEH*          
>Amac_AMAG_15486                                                                
MREPDAPVLKCTASCHADRRTPDPADPGTLSVHLVVCLTDVLALIFPYLTDDPVALFRASHVCSTWRSVIMDSHAARLWP
AAYHRLPGLRCRDPPLEGKPTWQRHRWLALVTAFRDSSDWGGLNEYTDQLSETNVPGEHLVRLEQLHADEGEEPREPLVA
VTENCVVFEPRLTGHVDEPRTRSVLQVQPFSSSTTTGADSPPRDAFLIHGSPDPVEEIDDDGALTNGCDPFFKSTGVTQS
RWMWTQSATHVDLFTLPTANLFIRVMHPDRLRILGTSCCDDWLVVLYRVPLDWSRSFASDPEIPWRHKDSPDHMATPCIL
TVYDLPNVILPHVELDRCLRLDAGGVGIEMAAAVWVPYEHGLTHSVVDPDAVHPFAVTDLDPWVVDRAHPTQPCRQLLKV
VVNEQGDDRIVGQRLVVITFDVTDPTAPVTLVAWQPYGIIPNHTTYSEGEPYNFAEGGTCCSFRKWRLFGRILIGSTREG
TCCPPIQFARDDSGHDRGATLAPNLQAVLINVTGAGFFAISVLFREPLLRAFLFHDDWEHVLERYLANLCGHDIVLAAQY
DLRLAELAYLRMLFPADTTDAALTTLSSLVRSTPLHALAHLPRLPRQGTWHHAESMHRTRQDRLVIVLRASPVQTLFATS
STAGHTAMTWSGMRVEVWDVAGMRMVKRVAMPRTTEFVIGPGVPNPVWETENETVGSGSTAAVRTTDEAVVWDLLLPPRR
GGDGPWDDAWVLDVLAQSMGARKEEDGDEDGPVRHVYSPGTVLYVTPTCTGLAVVRSLGAMRGAAVEKWQYGRPRASVEG
GI*                                                                             
>Bden_Batde5_90023                                                              
MQLQSITGSNPLLSRLQKVSNQAGFFTVDVKTGEYNSECCSGASTPVMLKSASCSASSLLEHLDRAFGQSSLSKDISESE
YTENSSENSPLQLIGTDFSETGAACNPSNTQQYQKKNVQSHDAFYSIPNEVLMLILGHVADRRIKGWSCSYLKACTLVNK
KWNMCASAFLWKHVVFYQQQYYDVFQSMLMVKKSMLHQYVRFVRSIRLEDITIQTNDWQRLVDACFNLESLFIKRVVSII
PATNLNAPHATSNSTTCSAYTDLKNTNVQVLSSASIPTKSCFSLSRFQELVVSDSPQLRLSLLINLLQVSPKTKRISVSG
CSFNEEDMCTMVKLCPNLVDISLGSHMSNGQIFSRSSGGDAFAGALVTTCPNLKAVDLTGIVSMTDQGFTYFLSARGKTL
QKLQIRLAMQISVDALSQIGRCCAFGYLKKLTLANIPHMTDELLMSILESLLRETLEFLQLEALNISDSTVAWIGQTCTE
LKQLRLCGLNQPLDLTVILSGRSLTFPKLRHLIIQDTPNIFEETSLMCQHQAYTKTTNDLVSIEIDELKERLISDISEMD
PSPILASPELRTPLAGILNDKPTADTTQHRRSSVPFKTVRCQIGAPYLNRLEIIGCTEISEKTLVTLICHWSQLQRFIYV
GNRVSPEFRFRLSHILPKCRSDIYVLSPITPGFE                                              
>Bden_Batde5_11439                                                              
DFVSLLPVELSIHILSYTDARTLGRAARVCRKWRALASENSSWKSSYFRNGWTVNENYLDKLFLYSANITSLDRYKHLDW
KHIYHQRFLLSRNWRDGIYTARNINAHDEAIYCLQFDEDKIISGSRDDTIKVWDMKSGVCVNTLVGHMASVLCLQYNHNT
LISGSSDSTIIVWDLKSCKIIRRLHGHTESVLNLRFNDSVIVSCSKDKTIKVWDTQTGELLRTLHGHRAAINAIQFENGL
IVSASGDRTIKIWQMSTGLLIRTLSGHTRGIACVQFDGNIIVSGSSDKTIKVWDAHTGFQLYTLTGHKDLVRTLQFDQHR
IVSGSYDETIKVWDIHTGTLLHELVGGHSSRVFKLQFNDSKVVSCSQDQHIIVWDYSQGIDTRYFCR             
>Bden_Batde5_9141                                                               
SLPLVLDSFEALPTAVKNHVMTQLLKRCPFSSLQFMSSLILPSLKRDFIGQLPVELSYQIIAFLDLKTLGRCQRVSKSWL
SVVDGEGSELSIWKRRLVNEGFVDDDEISTAFAKLYRRHHLIRRNWLLGRYHHISFPGHGPNVVTCLQFDTEKIVSGSDD
QTIHVYNTADGTLLKRLEGHEGGVWALQYWKNTLVSGSTDRSVRVWDIENGECSHIFDGHTSTVRCLMIIIPQSNDATDD
GIAALEHPVIVTGSRDATLRVWRLPDPRRDPHWSPAMAAMMTAQYHVSNPYFMHVLLGHSNSVRAIAGQGNVLVSGSYDC
TIRVWDITKGECVHIFRGHREKVYSVGYCHELRRAVSGSMDATVKVWCTRTGVALFNLEGHTSLVGLLELSPNYLVSAAA
DATLRVWSPVTGQCLSNLTGHSAAITCFHHDPKCNRIVSGSDGGIKIWELSSPVYGRFLRDTIGGVQGVWRVRTDETRLV
CAVQREEGGTWFEVLNFDVDNDAPSGSKVVSHDLTSDLNAAASAESSSFFGGELQHLDSSSSLYSGTGAVVSTPTPAGSL
LNMSAAASSSATGGEEGMFMLGVLPHVSYSTQGNRRTSRPGSTSQPMMFEPLSQ                          
>Bden_Batde5_85607                                                              
MRRVYNHLSTPASVFEVLVSMSCVNIKPTGASIQQLSTTIPTHDHADTFTRRKTFPLGRSSVRHYNIPLSWVKFNSIVDK
FASTKTLLNSSNLGIDNGKDSTVDQHSISDHIDQGLSANDKIFLPFGIVMQIFSYLCPSDLSKCSTVNHFWRKTAMSPKH
WKLYCLSSGAFSNPNDEDLFSKHSEFWSEGLRWKTIYYENRIRTNNWISGKYTKRLIDALDPTDAITCFALDSGRLIIGS
RDRRLQLSQVDTPDFWHADNQKLDPKTQFDGHHQNPIMCIGYSEIIQSIIVSADTSGELVFWNAFTGQFLASIKNANKGG
VSSICVVDANHIVCAGFDKLVRLYRLMPAEVDDSQPAPMQKTNSSTFSCSSQKSSFVSSLKKGSKDLESTQDTFQEYSKP
EILRPTSGSRLWHRHSFTQSESEPTSRPESINSDCLVESRPCKSKLRFGWRKKSILTTKQNIVLVHEMKGHKGDIYCLAL
LDAGSRLASGSTDQTIKIWNTRGGNCIMTLKGHDQAVTCLKPSEQFLFSGSLDRTIRKWNLKTGACLQVITGHTEWIKTM



DITRNYLISGGWDETLFIWNLEKGTLVHKIVLDMGPILSLYCNSSRIVAAMRDPRYQHMLISIDFSSPRPDFTDIQVCSS
PTAMSCSTTVADSPTSTLQFFRPPLPPKLSSLTLSRSGLLNSSLSKVSK                               
>Bden_Batde5_21354                                                              
MKVSVGHVSKRICQRSLQNKTSINPTASVHGRHHRVFREPHIDFLKLLSNELVVHIFLCLEVEDVIRLSQVATHWRCMAY
DRIIWRTLFITRFLRPSISSQTHSNHLVRYEQTKDIPLPTGSGYYWFRLYRINHNWVTGSYSSKRIDVGTSSLMHSLPLT
RALVAMGENWLFYPDWHEHLTHTGRICCLNLSTFQNGPWFELNSVLPTCTASISILKIVKPSPVQSGLFVGLTDGSWLLL
DIDGFGTLSVLSKYTATCSLKVQDCSASIVTVSVLDKVVCTCSENSKIGLFSLNSGLMARHIASLTGIRGPCPIDLHLSL
SNSDGSFTTPRTFLLSIASGSSIFGGGWEPYIQQVFFTETAIVSSCQLLPSYATIDSYKSNSSRSDGHCIHHALLSDAAK
SSLLGLYWNPFTMAMEPVVHSYAPICLISLFPPFVVCAHMDNSIQIYTLTSSEQATTCIRCTSKSDKKQFILRHSKTLFG
HTSRVTAMVLVRGRLITCAMDGIKIWEFPDVNMHRLVYALPFSNSIPTLSAISDIDIEDTKAEFPNMPIVTLMDKASRAE
FLKNVGVMGTVTSWVGVDHTKIVLHETTSILNFSAECSNHSTTNSRQVGQQHTIRVVSFL                    
>Bden_Batde5_34000                                                              
MTKRNVVLPEELILRIISYVNLPMPLYHQLSSLSLNGSHTNTANRLAAHPLLAISMVCRSWNRLANDILWRKVTLTEHSL
TPFVRSVLVSAQFDLNRRLKQGAISTQNHAEVISVITERLNAIESFEMLDSPPSDPYTAYQFSRVATDAPISGFDADTAS
LNQDELETLQTATIINFLTPQSQSHVNVLLQHRQQLAKSREIRRAPPLKMLPYGNGPLIRKLDIPSWGQNLSLVPLVMEF
LPNWSSVAFMHPPHGEEHIPTLRPTLIQSLRPILSQLEAITVEDVDEDCWIPLLRAISDNCSNIRHLSLEAISEKEQYAS
NVGLVYLFESVPKLEYIRMDGVPVGHMHFTPFGGDLDIKALPIVCPNLRAITLDYCDVTMKSVYTLWNECKNLEFLGLAG
LSQAPEIQQSLLPKPKLKILRFVDCDVSDALLEDVARNAPNLEMLRVVFEDSESLKTLDVTEGISDAMLFAIGKHCLHLR
ILAISVCRRMTSAGLICILRSPSVTILDFHKTPDSNTGMLTDSFFYAIAPFLLRIKTLNLFGQAALSETMFISILQQGLL
SSLESLCVNSTNMAKAFLDALANDACPRIQRLSIVDCKYIGQADLIAFLSNIQSRSPRPLQRLYSIYTYIQTHPIYPTSP
TSHALETTAETVVSNQDGIPLELDLQAMDESRNSDPPTTTLDNACDISARTHSIESDQVFTQHEVDTVLETHRLIRNADV
WFTDEHLDIFSLWLQAVSDGGCST                                                        
>Bden_Batde5_22087                                                              
MHELFDLTNVEKLELDSLISSLFCTSFTINTEFLSSPMNTASTPLSSPALSDCSVKDNQTSSPVTSKVVANPTPVTDSSS
TVLHSGYSISSAWLSPPSSISTKPTASPATTLTGRQFKPSIPSSLSLPKQQPPKGFHIYSHLIPEKPIDFRLCFISRLPK
EILVHILSNLDADEMKIATGVCRQWKSVVSDDLCWKAAFGNYFGGFPQRRLAVDSWRSEYLKRLALGREWHRSRQGIQSE
PRIGRIDQMHVDHSEGRAYLGSLDRGMISIYNLFTGKVEKSSIFCSPDNLQISIGCMKIDKQVYAYLKTMVIVARIAIGY
LDGSVGVITNFKGKGLPTRQKFAAKHMDAVTCLNWLPHITDILVSGSADGMVRLWYTPTETCLKQFQADGSGISHLYIND
RNYIIAGTEAGQCVAWNIDVMLFSHCNRPKKLRPIESDVPKDSGVAVTASRIIKCGDQPIKFIEYNTISQSIAVVLNSPH
ANAANSNLPFEETLADQLTETNNACISIWHIPSGKQCVIFKSITLFTEITSLAWDATCADESSSSYSLLVAGDRHGSLHI
WKVPSLQTFADHLVTIMTWESLVSLHNNPICKLSIDGHKIVSGSSDGKVKVLDAMSGKLITGLALKIGRQSWEEWNGIAN
RDAMCNIWTNEYSLLVSFHETVKFWSFETMSKPRALPGRKSKNKINRRTSDAIFGRNDRGIYTQTDHVDMQNDIHEIRQE
IEAERMEHAILMQQREAINGINHIQSGMTDDELLSYALMISAEQLQADQARRAECQTLLPQPTHSARSADSATSSCHSST
LSNVQRFTGSKECDDWDDDDHTIDAEAAEYLSPQTTGSRPNTMILNLDELDLNLPGNHRIVLSSGASRTSQNKLEDNDWS
SASMLARRSPRIAPYSPSLHPQYRGRHHQSTGNVVVIPQRTLMDEEEELVYVLEMSRVEAEEAGYFNSE           
>Bden_Batde5_85094                                                              
MPKQKPSETISSLPPDLLVKIISLLPVSNLSVLARTCRRFKVLSYNDQVYIYKLHKLHAAAIVSNANTDAVHPPSSAEDS
DDLAARLRQFPGGQFLPNTTANYLETGSMFSTASDPVTPLSANTPVLLQVQEETTIPSNTPVSITTDDPFITTSPSVKTN
ADGSAPNHRQITSSLPDMRNSSLIIGAGGLKAALAKQAQQKQNSVGYSTIGRNALHKPTNLSLPHLRSSEKSARLVFKQI
YEKLSPLYFDFREKQKDSKLFLENKDLSVIGALLCQLRLFDRAGFVSHSDDISFSLETTIEWFESMVIGQFERAYDRTDT
AEMRTAATSLYNLNGGLACVNVFISKNQIFFDHTFNPSLVASNLPATTGPSVGYALADDFAKFMDYMLNNCKAQAQLISC
IFVPQLNTMTLFVNKVFEDSISEYMTAILVAAKSRENLAIYLHTLATCIYSCSQFIDYISKNETGVYVDVDMSRKVMQDI
VGPYVNKYIDQEMEYLNKRFKTELSKWDNRVSSNATAVPPADTFLSAEHVQEHKRFVMKTMKAIMFAPVTLTMSLAHMST
GGKLKPHRQALLNDAEPIASEISPVSTSDRTGVAAYQLDESSINSFVSLELALHLMHANKEALGRCLVVTASTDMSKIRP
NVQKVFIALLKAIGERHIKLAFLKAVEHMSKSSPIDSTDNDRMVNMDSLQFFELVHVADLIQQMVDVYYNEDVKIWIDEQ
DFLSDIIVEKKAFERLLDDGVAGGMDKAIQLLVNQCEFILVSTQPVTEYNPPENGLLDCRPTKACEKVIECLTTHTKLMN
GVTEKNTMEVFLGEVGVRLFGVIIKNIRRLQVSQTGALQLICDMNRYYEWATSIRVPSVTKQFAVLKELGNLFLADGSDE
LRKMVHDAPRYQGALRIEEIYELLQSRTDYKKIQKQVESKECIIQ                                   
>Bden_Batde5_22838                                                              
MAAQHLPSPEDSMCDNINISLQSFQEDYTTELAHLMSVFYTAPTLVKEQILSLFLDCCGPKELRFLHAQLMHRGSHGIDM
LRLLPIEIGQRILIFSDLATLGKVQQTCRFWNSVANTNVIWQSALHILQGAAYSPTTKMTVPELKRICKMMRQRDLSWQR
CRPVRWDIFPHSDKVTALRIHHDILVSGSYDRLCTVWNLQTRKQISSFEISAVCCVDFLYKQGIIATGSFNREVAIWNMT
TGERIQMSTHHTNSVLSICLDNDCVYTGGADSGLYCWDWKQGHLTGVIAGHHGKISSIAIGQTSCLKDFLFSCSYDGTLT
VWNKKTFQSLATLNFGQPLKCLDLFLNVMAIATDQTITLVDVEIDLTHKPHIGVVFNNRRELQLEMTAGITAAHYGCIAM
NRGYLVSYAHDLTLWRVSPPAMLQNLLEGCGPYSGTLAIDDGRVVVGRSDGQIQVFDFSSCN                  
>Bden_Batde5_23160                                                              
MAVQAADACKWKPSNFNISVDRLLLQATETHKRMHQEPSNLPDTAVSTSMDTAYMLGLPIEVLCMVLKQLLVLDLVRASH
VCKRWRRVLMDNPTLWSKLDCSFLASSRSKLRISNQMLEWLARRSRQTLQLLIVPECSRLTATSLAPFRSYRLAGLSTIV
LTNNSKISGSTLVDLARSAPNLASLTLDTMRQLDSLSLRILLIRCIHLKELYITNCTAVTSSAFTHLEKMQCSLVKLGLA
GCSISDSVIEYLAGFWCQSLIAIDLSRCRLLTRHTLLHLALFKRLESVKIDSLNLSLPKNLSIQDSFLIFAEGCSSLSTL
SMRDCPELTSQCILYILQLCDSLSTLHIPGSAQINDQVLLFMIMDGVCDRIVDLNISQCPRLTSSALLPFASKLGHIKRF
IASSCPGITDNIVQAVLSASKALEYLDISLCPNVRGSGLHEGIQAYLNNHPSSKSSGLMLNVSSNPQIRVETITYLKNVL



GEANVASHIG                                                                      
>Bden_Batde5_23367                                                              
MQQAHHEQVQTHSQDVTHDLPSLLLSKSQPLPSQLSKPSLNERIQIEVPSNTLLESLGLGQTESRWIHAEKLFLEVFYGK
HYMPAYNALQSASRPPPKVYFMPISSHRMQSKPALDPVVNAGCRISRPRTAELAPNLRRRLERFRELDTIAFVKPQGLGT
PMGTPVPGSFTDHRSSATRLSLSCSRSSMLGLNGARVRGRSASAARTRLTCTLSPDMQQVLANVLGTSFLEKYQTHIGLL
PTLNHISLIDSQMMHKTPLRKIQKKAEYRTTHGLGVFQAHIQNELLPTSHGHATNSNGHFLVRRITSKYKTPRQPPHRRM
TPRPAQSRLPAIQKNISQLINEADISAEPFLSTLQKTPTLDSDMVPIDFDHHSLSSEHDSDDSNNELDDIQMMTQAKKLD
VSNQNLYVDSNDSSIAPDPSSVYVHTVLKNSTVPSANSMRRAKRIGNVFPLDFFMDKDCTQKLILAISHAEFPDGVPCVG
RLWLDPKGKYFESFECLVRCISRPHMWVPCKVVSYNTITGRFTVKWSIPEMQHQPNTAVNEKLITEIMLPGDTLASLKSR
LMYAKQLRDEFETHLAVQQCIKLIRPMIEHTLPEFPKTIVERIFTLAKSQFEASFTFIKRKSITAVFDENEIHMQCKYQQ
EQFENQLLDIHNELQNDFINSELKSLLIQNRHFKLFVPDVLFLHKQNVHQHHDVVLSSDLVAENLVPVNNGHANCLKMAV
EAIELQLQFKISLAAQDALFELHQSIASMFSLSLLDTIKKGVTRVCSTKSKLGSPNHQGVTCVNELVMPAQIQHPTSFPK
SHLLSCDYKSPNIYGRKQPRPLHPSKKHDHDSLILPPTHKIWPATSNISGNSATLLNIERVENTTIHPITDHQGNIAFTP
VDFLDVCKWLQTHLSHVLQELIPSAASICFKKLIKAFHNITPFECSTQLDFNVSKQADMDFSGEVHRRISRIVTVMTYTF
LAPFIDAGINSIYQAVQLNQLHIQLNTTFDLIQSKDAAEKCNSMEFVLDYEVPLDELSTQLKLWLTAWTNPISCISPGES
LSIQLPDHTYTKVLLNDLVDDSIEGCLSHLNRLKEKLIPSLTIASELPVLEGNIQEYLSQNIKCLDKLSEVKKVVKFHMD
IAIRGLCKINHDNIKNKVFSWIEKVQVMICDGINQTIDSRANQLILKCNSLFELKSPTTFEETKSATEKLREMATATDYI
RDQIDWLGHLKQFLDDRNWIQSDIGFAKLIKVRAIQDTFFSFLHTMEQNINDANRRLSASIGLEIEKLLKSWDKVDSAAD
ILFIQPIKKEATISKLSNATSSSEAFGSFTEVLDSKIHGEKKAHFFKDDSKKLVTTTEEQSNKVDAIQNPDRTDQTDFNP
HEYVISVNGLATDNMEPDELSKINPMSQDSPIISAQKHQHNQTILPSNLEQLEQSSFKDDQKVELSHPVVSQPIMTISSP
ETFPGATSSKLTRRRKTVISPSLCRPTSNHTGVTQKPPIPKKYTGIELGEITDVDASLKEVQHQIFASIDAAKLIMAKIA
CIDNIPGAIDMDIVMDKMYTHSKLIGCLICLRSNLVNWRTFSIASLSISEINITAAELMHIPEKFNLMNSPIVKANYDDM
IQFMQVELPLLTILKNPIFREEHWEHIRTLIQFDLHIETHSIQDIIDTFGFDTISILTDTIEPIEAAANKEYAITNVIKE
IKERYQLMPIELETNNCFGLPVVKNFTNYISTMESDLLTLGMMMPSKGMEKYSLILDDIKAKLHTAIEAMREWEKMQPLM
ISVHGFFESEEVRLQLSVELRRFRVFETGYHVVINNVQTHQLFSILIEAHPDLPISIADIRIGLRKITDDVQGWLDKKRL
GFPRLFFVSDDELLELVSIAKDPFSIQHQLPRYFDFTEMIYTTNSSKECVITGVKSSEGESVLFNNSIETRELGVEQWLL
KVEQEVQATLQKILVSHMQQLQFEGLHQHWSTIFEKMVHNTPSQIIQLAFQIMRTTELQTCIENNNTSSIFDFINQSKDN
INRLAALIRQGDTNPSTIHSWKAMIILEINYRDWGQDLYKDRVYDVTSFKWLKGLRYYFSEETNTVIVRQYLQSAVYGFE
YVGSTSRLCWANISERGYAAIWGAMHLKMGVTGYGPVSIGKTEVFKDFARAVGKFAVFFNCSEGVSPQALTRLMTGMAMT
GCYLLMTHLDKLEYTTLSIVWQAISSLRDFAERKDAASVSFLGRIIKLPPSSNVPFFSTISPDSLTSPNFIAALRSQCRL
VAFAAPDQVAIASGLLHMAAFTDAQNLAEKISALFVMAGDQLSRQTHYDFNLRTIRTVIRLADASCAQGNSNQETKAVVK
AITSYIVPKLIFDDFSVFTNLIETVFGACYNTLDTENPKRESKYEMAISKLEPFSIQQLVFKTIDHFIQIIETGQHAIVL
GKVGVGKTSLIHGASSVLGSVVDVVNPRALPSTFLFGFQESTGYQKGIIESIADKAYKSLDKNFWLVFDGPLESSWADSV
SSMLQIEEGGALCLSNGKRVILGSNMTVVIETDNLDNASAGFVGRFNIVFVRNEWSWRARLQAWLLNFQDHCQKMSSSNV
RYIDVKLLIDACFSSFMEKIIQITTEYIFESLFLEYGKLAAESRSKSAKLFTRTICDLIEDMFHYSVIWSFGACINTEFR
KFFDQSYQRLINVSGSNSRLATILSGNTDISLFDLKFEIFGSVWSHMVDDIFGQSIQATKILSRQQEIISLLLRHKHNVL
LMGEIGSRKTSTATQIMLELCEKETNNIIGHAFPLLPKSSITDFTSYLQKILVEDDQQTISDRRTYTPANNNSLIMFVDD
LQILTSNAFGSRTIWELFRFFTDSKGYWSTPSTFRHIHRVTLLAACDLLQNSIVVLPLRLMRQFSVIFFDESDVLEDSAL
RHFYADIYDSVLDLEIENIQSRLQSVVNSTLDLVRLLKKQLCLSSDSPFYLFSTHDLEKLLTRICMASTTHFSSNQMLFQ
LWSYEASRVFEDRARYIDQPIFKTCLQLVSKKHFHIDSFKPAEIMSDIDIEQRSNPQSAGHTFSRVAIREMDETTIHEII
EKSCNNSSNTVWTLSDFSVVPDSAVNFVRLDRVFSASCHAHAILVCHPGQDFSLDVVKQVTLARSLPLAEITFQKDINLE
HWRSFVRKHATDAGLNEIRTVVCITFMRGVDIPAEVWGDLHVIMDGARSRYIWPPNEFEDLMNKVSHQFQMKKNQVFSVS
NLQQNSNQSIFVKNGSNQPNQLEMTKYWAQKIQQNVSFILRIDATDIEKHQYLLQFPRLICRSTVIIFKDYNTAELEIMS
YRALNTALIMLDMPNDEIERLGKLLVCIFLTAFNSIKDPVRRHQNFSVLRFSRFISQFALLLTEQKAQIETQLSEYYTSL
QQTQQLRDRIQEQVQKGKQELVELPLQLTRINNELSELSIAVKTSESEAARLTNVMNEKRETFRRLAVEREIAIANAGLT
EAKNAFENAIQQLHSVKKNDLEELKEYVIPTPFLALVSDGLCILFDRPTGWSEAKKLLSSHTFLPKLIQFDCGCISETTI
EKLRKIIDHPSFQADKTTKNGFAVCSLSQWLRAMLKYSKEIRIKLHKGNRESENQKPINTLPVETVDNGEEEKVLEQLCF
NCSTMKKREALLQMQKQELSGRFTIIKEGFSSTSIFDSSNPDQITESQWIQQAFQNDGVGVRFTNAEVAQAHAEYEKELQ
NLQLLKEKMSSDLKDAENSLDDVKIAIESMTPSHISELIDIKDGGVFTDAAKSTMMRLLKLNDQTHPKVVYQKFKNVDLH
WLASSSAALFKDVIDGPLFQRVAFYDSKMVCSSAVSPFQACRGAFLIRDIAISLHQYISKKDRICCIIEQCQKQVNIKKA
QFDKEWSALYSHLPEYWTFEIIVQKFKHLKYLKCNPTLRRLLELACKLVQWDGGIAEFENRLIQDPFSFGTTISKVKIGD
ESTMQVLNSAIQNTPISSFEITAQVDRVYCDIIARLPKSICCRILTMMDSKTLCHISLVSKKWCDLIKHQQIWKWKSHES
GWGIAFNYPKTLDWREFYIKLTVLKRKRIPEVQKVFREDINNLVGLKAYKRQAIFMKRVPEYLKLERQDYDANRRSNDII
QLELTNDLFMAIEDQFSLYLSETESQALSFQAPTSAQIQYKQNIQKNSSLRLKKAIITVSTSEHSFGIKHVHELIIEKAS
KLHCLHNSIERVKKYISRVDSFLRIDCPTLIFQTEDQNIDPQNLTLQSSSPGCFSILYTLSNCLDIIYAYHRGMQMGKHI
QFQVRFIRSLNLLCTSIESNIAELKKKKTSVQGDAILFASTCSLFPAMNFSERDQARKLWIESIMKHYLIREFQEVISEF
YLTHSRFWSVMEADQIQLANALLLHSSCDMVIMDPDNLAAIILADLEKEFKMMTCIDAFSPNFYHELDSHIMTSGVIAIK
NVGAEPTVHSAITKFKLLRCQAAQSISNLTNDKHCKILIFSPLDILDDLEPTFDRIDINFTSETLTVHLIDVMFKVLKPK
FHLDRIQLRTDFEDHSKSVKQWFSKIIEVAKKHQSIEEEIVYDIIMFQRKNEETQVLKTKRELFDLDIAPLYLYYNKIVS
YVIEVWQLMRQLESVDKKYCFSNSMLIHCFEKSILYLLETSFSGQLQRHDVDTVLENFTSLICNSLGRAIHHFDRVPFFA
QLVIVKMRYYEMLSKKDYYSTKLVVQKRAEIKNDSEFTTWVHDKFISQVEDRPQFIQLLSSLLHSDQRHLEIMSGPLCDL
YERRLAFLPKFFITLIALPQFVDEGIHDVLQEIQSWTPHDRNPLTYFSKALESPHTLILTLSCSPKDTIRNILLLSETYD



ESHLQLSIINEADKLADRWIEKISFAAENETWILITLDTSWMVWLPKIHQISKMTSNGFKIWLISPSYLTCKLPLWLFKE
SRVVDDSDNNDQNAVLQKLEANDSQLGDAYRPWLAIVLKFHSSLVHLSLHSEISFPKFMVFDEIDYAALLKLYALTTRMK
LPLDTLKHILMHTVYSLESRSDHNVERLNSLWNQVRALYDSIISCQEQPLDIMTKESFLLFFQKYKTQMYSKKEMYAHNF
GNTINIDHLSRKLCSTLAILQQDCVKLDTVDEDPINVKYKLGQYLSILPDSVSVRLIYENMELAQNSHFKYFLLEEANNF
LRLIRRVRIDLQALLSSFSNGYSTSSSKKTIQAILENKIPKPWIRRSHPTTATLSTWIHDISKRVKALNKWISIGQPWLI
HASLPFSLRALLHTFRKAFADKCQTSVDAVELVFEPVSMCDIDRRSISDLMEKQGVAIVITGLYMDGVKICKDSIVTINA
GVANNLPLYLVRPSFPSQNKLLVGSCFSSTTYMSHEDADIVDTLKPVPPFQLDLKSKINTHAASQKKLFKYKAALKIFGE
RAPVTELLEDGTRHNQICELQVKSTIPPDVLLQQDPEILVDVADKLLPNYLQPGYIDLNYFHSLNSMSDSLDKNMLDTSY
FFTVYVCSTSDADNERRYLFETVFPMLMQDLAYRHIDLHFVDMKLDLRDGVDPHSQLHAACTQIRRASLFIGIFGAKLGP
VFQKQDISSYIMETYPFLKQELAIPKTITELEIACALQETDSRYSVNAQRACLFYFRDPNFSRSMPKSFRAQYEPNDLEE
KAKINQLRSKMLQEFPDRCVPHYSGHFTQVIGREVHMGGLEKYGERLRSDLLMQILECVKNQRRKIGRAPFSSLVPKKNI
GRENITSLIINSVCSPSTLFLHEKKSKFSPAVLIYGPSGSGKTATLSYLCREFVKRDVVVLHNFVRTWVSSFNVDSMIRR
FCIKLFGYLRVKNRQLPVNSRKLRQYFIVLLHEIVYFGNKVVIVIDEVDRMVDSHNHHDSLSWMPHPSELGIDVRDHIFW
IFSAADNQIYDTMQRIYHDAARISLDALTEDDKRNIIIDKSKSFGLRLDARSMKLLLGHPASDSPLYLHLVFKEAHLNMT
KTHFQFNNYILETVEHVFERIFERMEKRHGVDLIKKLLGFISIARNGLREVEIIGLLKIGLLDWNLLFESIEEYVIKTSA
GFIIFFHDQFTFAVKHRYLNDLHQLEHYHHILSDYFISICDPKGNLTWTGSNAIRAIDISYHQFHAKRPISEISVIMCSI
GFISAVFASNLAYELSGQFCKAIKLAVSATNPTIRTKLTDYNFFAEQHSRSLAMYPKLAYSLALNLPNGFCLHVREEALQ
AYQNKTNLDPFLNCLSLTEDQLEMVPLGNHQTNIIYIGVITISDLGKCCISVSTDGTLNAWNIDTFLHISTLVVEPLGDD
TVVQCCFGLNDSKTVVYGTHNGHICVYNTGIGHMHARIENIYTGGILFCSDNPDGVWQRGHDKTLQWVQFSTQRVINVSN
YQQDMLESKNASVAATLRPTSKDGRVDKILARSVDGKKIAYLILDKRHCVVVMATKTMREVCRFAEDGVGETSIGQFSIG
KDLLAVVLSNGDVMLWKIDTHSRVALVRIPIDTKISCLSISNDENLLYFGSTSSLVGIACTKTGKIVKRLSIGEKKILGC
MCIAASKGQERFFSASDSSLFICDSQSNLYTSITKEAFDANREQIPSRHAAPINAVLAFKPHQSHKLEAISTSKDGRLVV
WSTCTDLKKFVPVRQNFVADDLTSCRIHQSTGFAIITSKNVAIVWNVEHAQEVLRISHTRALRDAVLMKFQKDQENMRLY
TWAVDGELTAWKLVGRPNLFVTYDPKPLFCRFVTHFYTNSLSSSMSELLVACDTTAMILDSLTGSEIRRFDTRVQETIID
LTWLYNPAGQAQVVYTTKSTLFIDGNILSYGGSLGDSIQIDTCKYDNSGTYLGYSGVQFHEMVAGDSKLEKPVVGIITVI
ALKSNEKKRRLCTLMHDGARIVHWSFMHDSNYIVTVTTDLMIRVWDIQDPLQSANVGSRDKIQTPMQHDTFGFKDDKISF
ENINATVTDESSSTPSRPILSSARSGRRISVSQHARYIGTQISGKVGHVRAMFPLRSPCTSLEISSDDYIFYTGSEQGDV
FQFRFEFGQNIVSELS                                                                
>Bden_Batde5_25369                                                              
MDWTSRLGFQKSEALHCIFGQLRFIDVEKYSQRNNLSSTYFVDLALKHVPGPSIFKIIFWYSKLDYLLKLENKTSLPNEV
LDRIHRQSIQWSYINSNLSVHQSKPRSNISETVHRSPHCLLFSNNELSRRCEPALTSHHQELALHERDEFTGCIDSMNGE
KHDQPTHPSSLQDHPASSHINALLLPEIISKVLCYLEPRSLSTAARVCRCWSYLATPSLYQCVQLTNKQGLKGAWLCHNL
RRVLDPSLRHHNTSWAWTVMRFAVCAVKYYATTGQCFGMSVMMGQMWEDVLQAFGGILSRCGICNIKLLPLTKKPFQFCH
VESKYIDQTGLELSICPQSNTSSAYKLCAFSPNQSRGSRIPLELPQLYPISLEKLKSVVPLDASSKIPLASLLKYFIASS
HVPITRFWSFPHTGNLSQLITSINFTKIHVYSTDLIQILRRLHNITHLTVSDCPQATNKVICMAIEASGPNLVYIALRKL
PLITYEPIYDISNTCSNLQYFDASGCTNVSVDCCIRVVRNCPHLCSISVSRVDCVPLISDPSRRDRTSTWVYHSTMFLNW
VALCCAERLVHINISGCTLAEDQIQILYSSTSTYLQSMVLGYDLISQQNLDWVVHFLNRITAQQVKGYMVMNQCTLRTCL
QNDQFITFQAPKIHDLIKTYTWNHLVPWDQETLCSLEKIRLAQIHFPTYPFPKIILPPVISTLSAGLPVVYAHIYIHTGL
QKINVRDLPYDKLPANAQIFILK                                                         
>Bden_Batde5_1302                                                               
LVALSESEQQLVRNIWQQMDSASPALREIIIGGILHKSCLPQLSYISAAIKPLTKVDFIAALPTEISFRVLRYLDGQSLC
HCAQVSRRWRIVSDDDAIWHRMCTQHIDRKCTKCGWGLPLIPSVTTNRSTLASETPLMNAPLDVQTSVTPSIESAFHSVN
QSAQSQHRPWKHAFAERLIVEQNWRRTNYTSRTLQGHRGGVLALWYDDCTSRLVTGGYDSTLRAWNVETGECLAIMTGHT
RCVRGVQFDNSKIISCSMDRTLRIWSTETFECLRVVVGHNDGVVCLHFTETILASGSADGVIRVTKLAANKTSNLSGHTD
WVNKVMILPCRQRLLSCSDDMTIRLWNIESGDTLLVYAGHVAPVQCFQLIFPRYSKEIKLEDIRVVTGSLDHTIKIWNFA
TGQTLRTLFGHIEGVWCVDVNSLRVVSGSHDHTLKVWDIESEKCMYTIEGHLGSVNCCWLTDTKLISGDEN         
>Bden_Batde5_91522                                                              
MAQSTTHATTLPVELWQLVIDQLDLSCLLNIRLLSRSFKHIVESHKGNCAPILHIQYSTCLSATLSAINSKIAVGWAKYL
GLIPIKNHTGRTWNDLDLFSTSMAYNYRNITRQSIWVLHDTVHHAALVVHAFMLIPALPVITTVQISANTSLNKHQILHD
TPPVQDRCMALQIKATSFFSYDTPTGLALMVDGVGAQMGDCTSMYKAEATQLKNSLQHDPSAVYPVFVTRLLTSMYETAD
YGDDPRLRMVIAAGTSTSHRHLMRSLSPPQSHPSPSSSHLVELWYRGGSTGAFLMEQYRLINQGKSITATSAFKRERVFT
LKSENTEAGLTNYIEGLNGIMRALSEYWTLMAAFCIGEGISSPHTNLAGRLQSDS                         
>Bden_Batde5_91497                                                              
MNPARKRQLPTLLSEATGTPRRSKRIASQTGFREVSPSTTVADKDSLFADDDHDQLLTIGTGKHFLSKPHLIHRRPAAAL
LPNEVLSLIFRCLASSWIFRPIPKSPLSARIELLQCALVCRNWSSVALQTMHQAHYISKVIPRIEMPQLTQALANHTSEW
SYVCMMALVCLHRPEWNMGAPRLFYIDRSRLLQTIFPGQHYTQTSRSSLSSFSSSAEALASSVNTTKLLDSQDLPEHDEA
RLVKLFALRHPNPADPAWSTIVACSMDVQDTFIELATGKPCNSFETTTIDSDDVVDTQLAQVNAQPDACFHRSAIEDSHQ
HTMALNSFKLDEYFKVTRKPNVNGLDRLLASQVSATIADISMLAPPFNIHTPGPVVPGSPSTGSHSAHHSSIVPYSSHPD
KSVLANTHFKKSHTFPTDAVENVTLTEFSGKLIPNQYHIPMMMRYSERMDIGCFFVFINLGANRGSILLRAKPVGLLSDA
TPFGNGSLVLWDDRAYGCCSRCRRRLLRVQVCADCRIAQFCSRACQKHDWDSGHRTICRTLGLQYAISPADLIMDPRNEP
QI                                                                              
>Bden_Batde5_91662                                                              



MVHRFPHLTLTQRCQFLHQLLKCCDPSDMQFLATVIPMLHRDFITLLPLNISQMILIYIHPRDLGTSAQVSWAWNRAVSN
KKLWEQLYGMIGLQSMVDVFFQSTKSVTANAKRLSFMSRWASGKFKYRSFQAHTLGILTLAFDGKYIGTGSTDKTCKISS
VSTGECLRTLKGHDEAVLTVQFDKDKYYNYFDMKQQHYLMKIIFSADSTIRIWLNKDDGPLQHILTGHTGAVTCLKYVGN
CLITGSEDKTIKIWDMVNVGVQPDPSDLPVDTTTLYRRTNDKHKDKNRKTAMHIIKSHSSFKKSDISLSDCGVAMDHNKM
TTSSSVVASQKLSKPNGIVMSTVDRTTRASQSSCINIRTLYGHTGGIKSLDFHNGILISGDLHGIIKFWHIKSGNCVATY
FLDHACLDAPLTLIDKHMGQSQIKNPHARSDPVSSLVFNDSRLLFGMLSGIVYLYDVHNIPLVSKIQSVGYDQLSEWASH
PNTFFLNRIYHSHKSMPLCQKTSADASSHFEFDSQSSTANTCMVEHGASKISPQRLNTNSQKVAQGKWSLCVRADDWRLM
SAGSEGKCTVWNHRTGKMIYQLNAISDAADDGPRQDATLKLSAPVGRQESLDQEAKAATDSQSQPTDVCQTSTNISIGHS
KSLMGRVLTGVAFDDGCIVASSTDGSVKIWDAK                                               
>Bden_Batde5_28364                                                              
MVLLSSLPKELLQLVLSFTDQQSLGRISIASRQWNALSVPILYKQPLFEVWDQFDLFARAVLSNRTVTAHSSRILPRLGL
LVQEIDLVNVPHRWERLMVARAESLVQQWTNIIHLDLEFCARIGNTVAIAISNSCPKLQTLSLSKCTKITDEGIAAIAKC
IHLISLDASCLPRVSDLSIVHICTLLLNLEFLNIAATRITDKSVTVALKKLVKLSYLDVSSCFNIHNPQLFVDTAPERIE
VVIDSIDPGETEWLDDDLEYDHDWLEYDEEVFTD                                              
>Bden_Batde5_35758                                                              
MSLSFMDQWRLIEANPVLSEQQRQDSFFQLASSIVHSTDLTTSDDVHNYTDSSIRQQSHLLSTAALAPRAHKKLRLRGQS
RSNWELDSHTAVNCRCDPTQHHSCHAHPANAHMATKAIIVLGFPHFPTDILFQIFGLLDAHSLLLVSSICKEWHSIVCAF
DMTYWRSLCKRTWGIITNSLMASSWKELYMMHDNIHKCGDGLNSNRYLFASFKNKFQILPDTPNPETASSKNPKITQSQK
HTPSQRSNLFAWPTNPQLTYTVAISGDVICWVNAMAYSTDLNVSILGAHHTTIENSASFSTPQSHTLASTLPGAYPSSAS
TSLVGAVDIVPPAAEPLTFGLPSTPFVKPQHVLRGHTRPVSLVLANHDGNFVSFDDSSAIFVWRISDFTEHSRINPIEQL
GVIHSMNVHKRHIVGGGHSGKVVVWNMDTTDVIAIFSVPDQYIGTISPTELLNVSIWDDYVVCGLYDGTFYVHSIKSKKL
VYTLSNTNVPRTLQNGLNSVVQDLAATAEPIAAETIVPAPVSSIQTSEPHFSTYTGTGAPNGIETVADALGEAGTIPVES
HVGSGTTLTLLHDATAALVTEPIAAPIQVMQPVHAVTHIPPAPVLIPPPLILPQRTSHVPMTLAMNGHILITNGAHHNEI
AVWDMTTGKPLYTLSESIALARDGYSIPDYREIRFAELSHCGSCMFSSVAFEGNLAMLVWDFRLKKTCKRVFSKLVLDEH
AQIEVWICEESC                                                                    
>Bden_Batde5_26968                                                              
MPIHQDRCTIKPFSKHAASNTDIHKFETYQVDTLPRVLIPNEVLLHIFEYLPYNTLLRVSSVCKVWQAVSSDQQLWKQLC
VCESIPIESSGAVLIQDLSLTIPLKKEDWKTKFVEHIKRQRREVSLGQLLWGFPRTSPLQDMINLTSSAPVNIPQHTHIP
DLSSRCEQCNRDSLWTLPTPSSYSSLAQSLSVLCNAIISDHQKISPIFVAKNLPKITVKDLYTNANQSYIRITPTTHASP
EHRDSASYLTSPSSGTKESFLLHTLQAGCDWAPYSNGNLQASASSNEDRLLDDMLLNSVMKPKFELHGSKNAHTTSPFYQ
SSNSIQQGSVQFPSVNKEHDDENQHTSRKVYAIPSGSQTVNSTDQSGSSFNSILSGYYFQPQKLNRHASHQLQSNICIPT
KFILPLQEDSEDENYVSSSNGSLLCLDPLQLFHFQFDSL                                         
>Spun_SPPG_00202                                                                
MLNSSHPNSLTALPCECLIHLLSFLSASQLATVSAVSRTLYSAANDDTLWQRLCLVNYKVEAKTHLHVFPYRTIRGFYVG
VLARYGWMLGLWQANYPFFTGQLLQVRINPTDASIIGENLSATNISPISEQQFGAIQGVSVDSLQLSLSRTRVFEICFEP
CGEGLHRVSPSFDGPEQVSRRRRRTSAPLENTEDAIGSAYDQEGISSYTICFGNRAQSTTLRKHMSVVDDGQETFRSYQL
CQDHFPYFRPSPSTGLWPYPENSRVLRAEGTLITMFDSNEPPLAFNPLLQTNGELEDASWEMPANTLTIHCPLKCHEYGV
RTVTLRAPEGELRFKTGRYQTIWSQIKLDANHKSAIAPSNMVIKPLEGIWAGTYGSHGIEYVLLRYEWVANALDASVQDI
HLVFYKITGDVNVPRGEVSCRVNLGDGTGIPWIGDSRIGDDLAEDGTELNDDASKIFLPALKDPEFQTARAYHGRGTVAM
AGYRNPTYIVNDAIILSETKIAIYWHDLKRISSFVKVALPV*                                      
>Spun_SPPG_00276                                                                
MSHHKNKDPPTLQSLPTELYLQILTHLPLTSISRLSRTSHHHHTLVTTHGWAQCWSRSSYTLQTWPTTPPSWLARLEFMH
NVMKRWHSGEVRCAWVEGPWGRVYMPTIVMSGERLIWTKGQWVEGIWFEGGYYGRQVRVGGRHGGEILCCGVMGESLLTG
GAEGGVCIWDMESFKSRRNGRKRTTTVYPLGYLTGHTSAVKSLTPISKTRFLTCSFDGTFRIWSPDTSSIFPIPDLNRNR
PWTTTFASHPSLLAVGFSHLFPTSSNSPLRLYAVTPTSLTPLADLHGHKSSIYDTHMIDPHTLLSASFDGTVRTWDMRTR
TCVQVFEDPDDYAVYSVAGGSWLISSGTAWHATVRIWDARMSGLVRSVFLVERRSPVYALAMDCVRIVGAVDGGVGMCVA
DGMV*                                                                           
>Spun_SPPG_00545                                                                
MPVRPSSTSETPRVLSRLRLLETAEYGIGSDDWRLSAVFHRPGEMASHRLLVVFRGLTVCLAHPQCSKESNLWAALLGIA
ERLALVKQGESWKSSIPRNSNCDSLRQDKHSGKQSGVVPPSKSPRSPVLPPELLPHIFKFLPEQSDIHTCALVCRLWHRC
AIPILYRTPNLLSVESTRCFLSLINQGANRTLWPYAEFVRRIHFPLPINGSLRGDNNNGCEMLRTAYTSLFRLVVLDRER
SEGAAAHQLFFDLSARCSNLEAIEESFGMNNSAGLLTQTVLQNLLRSCRNVATLTYQVGIPPAQLTGACTLLLEFFEGEG
QPIWRGISSDVIRGARSRVLEKCRMTLNRLSTCMFLEAQYLALSAQRLLDQYALMYYRGFAGATDLNLDFVVRAAEKEAK
HPSIGVESKAPADADSIALVLQAVRLLFHQPMSHSMPEQPIIVTSFPTRAFLETALGIFPPSGINSETVELISEIIEQYE
RLDADQPEVDLWFRWFRDIVVWQRAGIEMEGVKELLRKSMARMEVFRGMQRRFGMVFID*                    
>Spun_SPPG_00755                                                                
MDEMQSYENKTISSLPPELLFRVFGYLDADFLARCGAVCRGWNALANHDILWKELCRKRWERLRHLPLAIHPRVDFSDPD
LARSLSVAEVLDILRRRGVNRPRGALEKSDLLKLLHDTRPSGSPPGRWTGKWKSSYIVAELDLDRTRLTFHEVSSMEWKF
EFTSGTSWNYMMDGEGQPSTTKALFRADGVYVNPALQVDGFRWRMTPYGGVQVEDYPPHRPQRTRDGGWILSNGYFTYRS
IDRGTPAE*                                                                       
>Spun_SPPG_00818                                                                
MTEIWRLCHEGRSRTPRLTTNTRSTSIPAGGGSKKGDTTLLDLPDEIQAQILASAIRSYDDRGKLSSVCRAWYRLCNEEV



VWERVFCVHFAYALLNAQDPTTTNNRMLRRMFYNGFRKGSDEKDEKNGNVPKRDLSTIASIGPSRNMKLSPGVCSWAAHF
SDQVRFDMGLFQTQSLDNDLAFFVITSIGLLCSWTYTSYEETRPTYYLLDFTGTLRFSNCVKLSYHGLAFSIAVIATFEH
GILKHCKLLRG*                                                                    
>Spun_SPPG_00911                                                                
MASLILGLLTYFTSPKRPQFPNQPLVGASARSAQIAFHNHIILSSIFSFLPPRETRRLSAVCRTWQQATPYRGSIELSFG
DQLVRMTCVDAAENADGRVICKFRPLEPQIVCRARTLEGLDQITVRSLGGRDGYHKSDVRLSFKFSRSDFFVHGYRASEA
STDPLFAEYILYLKPTDEGIEHQVFCPHTFWCTFSLYNYIKYPTSKPSERSSIFNSVVSDIPGFISMSPTVLSDHLRSYN
AINAVFLHQSLLYRPFLDFVLNENLLGPVVNVYTFLRYLMADAIDAVRNWERLDSFSMDNPWGSGSAGEEGAQMVKNTTI
AQWKALGDPARFLTCGQGDWPAEEELWGRLLRMHEKVTHAFEQHGNGPCEICAEVSLFPFSQN*                
>Spun_SPPG_00960                                                                
MECVHNTVTTIHVLPLELLINVLERFPEVERLRYTRVCRGFAAAVKAIPLTVHLLLILYKPTSPFLVNISPPTLSVGLVP
KEESGVRGRWRFGSRPVKLNEDEQGIWSAWPVDINKDLISASAKDLLDDIQSKLEQSCNNKVTLILERVELVASELRCHP
EDRELISELAASLVSNIAPSELTVHNPPSSVLHTLPSRNTISLLDLADIHTQIDLSPLSASSLPYRHMKHLYLRSDGRFH
DTRGIIRSSSLLPLQELSTLETLELDGPWLHDMCDDPFSAIHTLSTLTNLRTLMADFEPKLHTEVALANLIRSLPNLRSL
GRLGYVDRAFWRQFRNLEASHLKHLSLGTRKEPFSSSLSQYSPRFLTDMALGILFLCPEVEELEVWMGFHGDLDNLLSAV
KRLREGGTTSDPSRKSKLRRMKVYQAVDVANIDAQGWKYAVEVEGAHTGRGLRVEINSGARLGSFGQEHRIFGSNLSFSD
*                                                                               
>Spun_SPPG_01045                                                                
MECLPDELHAAILSQLSAHDILHCAAASRRLCRIATDNSLWQKVWFRRDLSNRFRTSSLQTNYRQLYRWRYSRLHNIPRS
KTGCNDLVWDVALDEERGLVFAISEEGLSFWKLEADDQTNGLRLHCVNRVNSVESNESYTEAPRSGHRGTTSMTRCGWDE
KELLCSWGGHIYIKDMESGRTISTFSTETNAVPSVNVKENLIFAGCERAMVKIFDRRSKPAACLASWREEGTVLGLEYLP
SHALVTGGRFPRLSITDLRMPSKLLKALHTGMYASSLTGSHPSSPYTIHVGGHRRRGILDTWDCRPGREAHSHRQHTVHP
AFPSAITSSAGDCLVSCDWDGVIALHYFEQSSSSIDIPIPITMRHVKDLRKEWLPTNWEKWCLKGKIPTAHLTWMKKQLS
QMKANQACA*                                                                      
>Spun_SPPG_01315                                                                
MSATHIRLNDADEGYEEFCLMPASAKSLPVHISEWSEEQKAEFAFQLLLTVSTPTLANVTTRLAPLLQRDFLSALPRELA
EQILSYVDIRTISRVAQVSKKWKDVAYDNSVWHNLYRRSGWDISPYAMSEIIKEANDPVYRKEKRKRRKAYVAAALEAEY
GPYRPNRRRNRARDSGIAEAARTIETGSTSATSDATVHSFGTSYSSTGSSAEQWHTGEDEPMFAASASPIESSTSDTTAI
DVPPSAHRVDQESLVERAVKRSRSQTLTHSKPKQKGKGRSAETEAASSKHLIDWRHVYHQRVLLEKNWMTMRYNTRTFTG
HKEAVYCLQFDDDKIVSGSRDDTIKIWDMISGNCTATLYGHKGSVLCLQYDETRIVSGSSDATILIWDLATGRILRSLEG
HCESVLNLRFEGDRIVSCSKDTTVRVWDLNTGELIHTMRGHRAAVNAVQFRKGTVVSASGDRQIKVWDVKTGQQTKNLVG
HTRGIACIQFDGDTIVSGSSDSTIKVWDVHSGTLLRTITGHTSLVRTLQFDSRRIVSGSYDETLKVWDLHTGALLLDLKE
GGHSSRVFKLLFNDTKIVSCSQDQRIIVWDFSIGLDTQYFFLFLIVNSNRFVTDISVSTSFYLAIIMSSHLDIPTTEESA
LMQPGMVGAPHTETSIARDFQHQEAIRREASGNALPMSALQSGGAAGVLVPEANAQSNRDNDTTEIETFNAIQRGSASLH
SADAYPSR*                                                                       
>Spun_SPPG_01333                                                                
MDEAPPVPDDTFSRALEALDDLIPVETAAPIDEHLPVEILQRIFYYLDVRSRCRSCRASRRWQKILYRTPTFWERLDLSN
RFSLGGDKSVGEQGGRVDATLKRIFHRPIGARRFSKLTKLDLSCTDIDPASFASPSIRRTLSKSLSHLVLNGCANVDSGS
LFHLRGLKSLRALDLSHCEQVDDTGLEVISFFLPYLTHLNLSYLFRVTERGVARLFRMSGLTSLNLMGCFDLPVDRIKQY
PWAVLDGSRRSVLPIREMMLGEDSRIQTRGFWLLWCTFNFDTSRLVSVCPFLEVLRLNMVLFDLPADGLEVLLKGCKNLK
HLSLVIDRAGIPALCGVAQHLRQLDTLEATIHIGVTADLINSLIHAQALVKLRALKFHSKHTTVFNDDTLRGLIDAAPVL
EYLELNGDEISPTGLSPVAMKLGKALQSLLVHHVQIGNKTLKSLSKNLLHLRELTITDLQQLHYSNRIRYLVSDPTLCIK
LKKVELSSFRGFTDKDLALVPQNCPNLQWIDFSFSFTYPRTTQAITAHCSQLLYLRLCRSSPPPVHLLGVNRTSPAALGA
TVPNARVDNLKSKANDRRKSINSMSGFLASSPECRSLIQLAQKGCRRLRVMDITGNVGLTDYTLPALRHLGSLHTLFIDS
CEGISQAGVVKFAEEKWKQLKRIHVRNCRNCKLGVAGENYLSRGLEVEVVVDGGRVLGRRWGEEV*              
>Spun_SPPG_01410                                                                
MSFCYLSIFRKFRQSVAGLRDMKTHLSSTGARSTLKSDIMDSATSAGTADAVGSNTAGGPLPKDLLLKAGTEEALVMSKS
TLNRSAGPEERALIRKFAILVTTFALTWGLWVFLILIPETVTNRMSSQVPDMLAAVGFPVNAEDMPRSPMKPPSPVRQSS
RTSAKLPTGSILTLPPEVALNILTHLAGYSLIQASQTCSLWYQLCQDESIWYKLAIKHNYIDSTHVMAKSPESHPLRREM
HLTSETSHGWEWKKWVRQRLELDTRWDTGQWSEDSFTGHADVVLAVAIDENNGRIISGDRTGKLQIMDFNSTVTRQQGAH
RMAVSCLAISDGNVISGSWDGIVKIWEYHLGGLHMTTRPNMILRHPSSVICIRTSASLLAVGTMTSGIQLWNRQTLQPVR
NLSIPDSTRNSVHSVDFNSSYIYAAVEDDIYVWSRNSYSLVARLELHKSTITSLRMLDNGRIVTGDEKGIILVWKPNEEI
SAVAKRSHGAIKRKDCSIVELKGHTDGVRCLQTSCGRLITGAYDNTVRIWSLTTLKLLHTLKSHVGDVNAVDCTAEMIVS
GSDDGLVKVWDFRPGIAERDSRSATNQSWADAALIALKHLGGLRTCDEIFHEIERRGLYPMGRRKTPKNSLNAALHLNAR
SDEGRIFINESKVPHRFGVRP*                                                          
>Spun_SPPG_01568                                                                
MNRLPAEIIVEIIHTIEHQPTLAGVAQVCKLWNSLATPLLYRIPKFGSSQSFQSFLRTVSENSNLGNIVREVDLLSSPWP
RWLVVDSQTITTLGKGCPQLTYLELEGCSALRDRGVVSLAENCPGLQYLSLSECDKVSDEGILAIATHCNQLRILELKAM
PMVSDLSVEEIALNCTFLESVALAGTRVSDRSVNELIERAQRLAYLDLSLCYNVVDLDKIMEEKPERLEIVTDTMPTGSA
DWEETDWEGEDWDGEWDGEWDGEWDQDEGEMDYDDVEAWPNAHFSVDLDI*                             
>Spun_SPPG_02245                                                                
MSKSTIPTELLNAVFHWVKELRDLYACCLVSRSWFSSAHTYLWGNLEWYTDECRFFNLLAHFSHAAFTDIAPNTGEDFRN



VLSRPRHLAADYRHSIQKLVITTSSPPEAGEPRLMGLRKLLHNCPRLTVLNLDCPALNDDDMWTLSTSCRQLRALSLVSG
SHPSGCVTDEGIQAIASNCRNLCHLRLRATCAGAFTERAFRAIAERYTDQLQSFALEWVGTHSTGLSVYGGGPDAERRFV
EALQAVILQNAKLHALSLDWPIGIDKSLDAAAQTLRYLRSLRIGNAHNTLAIKLLIAANPSLESLSLYEVNLAPEPSRFF
APLLSNLRNPRGPTIRELELEGIGCVANILPFLTRFHSLTRVKFAQSRRAAFLHLPAIDDFVAAVARSCPHLQSIDIPIM
TDVPILQIAHGCPMLEELDVGYGKEVTDSAIIFLARKCPKIHKLHLGCAELLTDTSLTILMESLGPSLRRLTLPFGNKLL
TIKTLRAIANHCKRLEGLANLPATMGMRPLLENVPKLTRLLVLGLSIGPHVDSVQGWRHYMSREEQDTLKAASSVDAHLG
TDYVMAHQQAVIPREVCHLVVFTSQSARPIKMAATTTSQSSTSNVLGLAWTFGLNKSILGGVHNLSDSGRKVIFYAAAHT
GVLYDYANGKQQLLQGHCNQITALTTSSDKRFLLTADQGNDSMIIIWDTTVGSPATKDTTTDGPNNAALNALPIRTIFDS
HGGAGVIAAEFTNDSKYVVTLGNDSPQTISIWDWTTESDEPVVSTIVDGEAQTSLKINPEDFTEFLTTGPHSVNFFTWSP
DAGISQHVPVLSPKDFKHTPSSFTHSTFLPSTPSNTIGQAISATADGDVIVWTDRSLNNLSVKMERGKKAGVKIMRLHTG
AINIVMVMQGKWLVTGGEDGFVRVYDMQFRLIVWFERLRAGPISSISLGGGAINLEQDDGADSLSDADIPALIVATKHSR
VLLLTNLGEGVTRDTVAKGGIAANAAIKTLLEGQYDSMHGLAVHPTLPKFAVGGYSGWVHVWDYTTKQLVTSRRFEEPHE
ENPHIVKIGKKKQEHNADILKVQCMAFSPDGKTLAIGFTNGTVRLVHTQTLQDFHQSTPASHRPGIPGYAASKKPIMRAV
FSNDSQWMAIADEGYAVGVFRFGPKDEWGFVGRCRAHYGEIVGLVFVPPAPDMTYPRLLSISHDRQIAEYDLEKSSITAG
IVISSLTRIDQTHSPLCAVLHPSPPIRGPHDAPQYYILTANTGAKFRLYTAESGMCRRTVVAPRYGGELRGLAVVNKKDG
QGGEDDNTFLAYMTTDKVIGLIKLPLDGNPHKSMGLIAHPGAIAALVPTPTGSHLLTVGCDDGVINLWSINPAALDTQIA
LGGEELEPFLDLLFAGQSERAAFVREMEDYFYYAQLRSQGEDVTRNRQISTTVALGEVPSIMQAMGYYPSFQEIEDMLNE
VRYSGWFEGYAADLRESVTFEELIRLYVNHRPIEDYAQSDIDASLAHAKRLEPGVPRGIEGVLPPISAADKISREGLMAL
LQQYGETLSSADFLDTFQTLLINDPRYNGTFPDEFSSQEFVEEILGLIPQVTPQIDV*                      
>Spun_SPPG_02301                                                                
MAIQRHPEVATSIRYIAEERFASYMKQRESSMLVEFGEELKLGMTQNDLKKIPAFRNCEVGFLHMLALSLCPLQYRHGDR
IIRKDDIAREMYFVVRGTAEVFSEEDGQTFAEFHPGSFFGEVGIFFDVRRTASVRCTSNQMAVFKLAKNDLDTLLKQYPE
VNQKIQEEATLRFKFNEEREKSKLNKRQAMQLELEVVRERLKNVPLFKDGSLAFFHELVLVLKLHVYPPGSVIIRKDEVA
RSMFFVMDGTVQVVSEDGKSIYAEMGANAFFGEVALFYEINRTATVRSKSQTTLYELSKDALTHVLGQHPTLRDAMQARA
EENYRLFQKRTRAVNQLSESSLPEAYDIDATAARLKKVPIFQNCENGFLRTVALTTSVCARKAGELIVHKGEMSAEMFFI
VHGKVQIISEDGSTVYDSVKEGGFFGEIGLLRGIPRTASVRVASKSCGMMILTAEALQKVFQQYPESYQNIVLEADKRFR
LIEQRKLSTEGALHADVDTDTIQKKAREIWDTAVDSVKADIKEKAKTKARASDRDESQPQQLRGVRRFLRRGSKVANESL
PVTNENESCPPGQADQSLLIEEQGNVPSGHEKTNDVPKTGRRWITKLFQGLKSSSSKRRERGAKVAPEGPSSRRGSDASY
ISGASTIVQCSLSTTEVQSIADLEERALRIIFSCLNPLERLKMRLMCKRWNELLRRPIQWTTLDFSPVFSTITHKTLTSF
WELTGDHLTGLCLETCWRVTDRDLETLAALCPNIYYLSLSNSWRFTDKGLGYLTRNLTRVVEADLSYCGQLKGSGFARHK
WSKLKRLDLSYCRSFGDEQLEKILSGTIRYCRHIRYLDLSDCEKLTDRCLKWIGSTSFDLTTLILSFCKRLTNHGLRELR
MGSQRLEHLDFSHCEHLTDDAIKSLTENISNLQYISLRFCRGITNRVASYLGESAPRLKSVDFTGCPEVTIVARDMLKSW
IPGVHVVLDSPRPLPEIDRRATEVQIYEVFLSGPRDQMRKRESRRIRRAATPRPLSIVR*                    
>Spun_SPPG_02936                                                                
MDDRKARAIKDKTTNTPHDYFADIHILDTGSILDFLPVPESTHAVKHRSQPLLQPPSVPYTVKHRVSHESYLVPSRPRQK
HTSHISRLNLSRLPDKILSRIFSFTSDPASFSLVCRRFQSVSKSPHARAGFFLFLYGTRNAIPAALLGPFHAACYLAVLD
LLLRQCPLPRWIVQLAAIDRDIRRVEKHAARKVVRRDPLWTTAWTSGTVDRLVQKGKEQYGHEAISGRDWMDMQDVLEEA
RVGTLLPREFERLKTLIVDAHYTAWSVIDGTRPDPPSSVSFASLTSSTSSSSSDYFPTLVNYHPPTDTILRSLPISFINI
LYRPDILTLHDLAPSLLRRLTTPQTEETINTIVMTERVMKGSLVEVQRLLKSGYRVSERVVDRVRVWLQADRRLDEDGRR
RVRRILKAVTGTPYGEV*                                                              
>Spun_SPPG_03264                                                                
MNNPTVSSDTLLQAAVAAFKRSEYEKAIRLLTKGILQDQSNSKLYDCRALAFLNSGRFDDALSDAERLVKLDPVNPKGYI
HAGKAFQLLGKTDSALCIYRIARKKVSKSHPRYSSIEKSYTELLEYTGNVKNSRTSISTIPLAVRSAPQTSLSNCAEGDK
LISVAKRAKQDFPAATAAETLLSSNAAASNWTGNFGSYALPLELMTAIFHYLPMPTLNRCAQVSRNWRASVNGNSLLWTD
VDLTPYSRKVSNTVVHAIVCRSGRLLRKLIVPGCTNITNTGLKSLLAQRCTSLTTFELTNNSKVTGQALAETMKSIGSQL
TRLRLANTKVNDISIRSILDSCRALSDLDLSECPGVTDAAFEISLNFKKRGIPMALQKLQLSSCAVSDRTTFLLSQSCPS
LREVNVSQCSRITKSTLVNMAHCSGIESLVLTGTAMNEPAAISFEDALLAFAEGCNQLRQFVLASCPRVSDTSVEYLAGF
CTHLYEIDFTQCATITDSALRSLATHCPALSRVLIATCPRITDMGIIFLAQNAKELHHLDVSNNQSISDRSLEALTQHGT
QLVTLAMNGCPKVTGIGIRAIVTSKPGKQLETLLIDNCPGVHYETLGILRKMAPNLNMSARFH*                
>Spun_SPPG_03455                                                                
MWSRHPEPNAADTRDRTVQLSTETSDGKSNIVKRTPETDREARDRTWRDNSEPRKRSGYAGSSRRSNRRETGAFASSKCY
IALLPDELLIHILANLEPTEMKAASRVCSRWHRVIADDGCWRSAFDIYYGCLPIRRLAETSWRKEYLKRTRLLRSFQRGK
HVVQFDPRIGKIDQVFLDFEEGRMACGSLEKGMVAFCHPSTGRVEKGTVYFNDNRVPTQIAALQLDRHRIAVGYISGGVA
LVTDFRDRINYTVRRFAGLHLGPVTCLAWVPNLPSAFISGGNDGTVKVWDVAQSQCIRTLRGPTAGVGITTLACDRKGYV
LAGTDHGDLLVWDLDLASVEYGSPPLEMPIPASRVLRFGQTTEDAKIVSLLYDPTADTALGIVGSPANIDGSIRQWNVRT
GEVLVNFIGGHAAEISSAAWDRTNPGSSSHGDNRILLATGDVLGTVSIWDVPQPRLSADSTHETMTARPVHVIDAHRASV
CALHIDAFKVVSGAEDGSAKVFDILTGRCIRTLLVRRTRGGNDGLNAVGGGGVADGRRMVRCIWAGPYQVIVGSGDHVKS
WDFVTSTASATSGKGKKKSSAPNGRRGPARGLRGNAHENTWLEIRDEVRESRLEREYEREAEEWSRKQAQKINGVHPPTG
MSEEELINYAMLMSLEEQKDTGHDKALMDALEQSLLDENSVPRNDDEEDLVSEEPHVDLDWNLDSTTDPSTTCSSWDDSK
GWGNQSRRGSRLMVYGSSTGSASSVSGSRSSLWEHVAERYEVREKAGNKLQGNVKVASRVPTGGYSSQNRGTEEDDEELQ
YVLELSLVDK*                                                                     
>Spun_SPPG_03714                                                                



MNSPSRGSAQRSLSASPRNRTSTIFSSPSPKSLLKMPQFSTTTLHKKLSADTAPVPVVSSSKPRPSFPHLPNELLLILFE
SMPTKHVCIMRCISKRYSALATVVLLARFETKLVELGEKITEANRIYRETEREKHGDLSHYRAYLRNVSLNELTEAIWYS
APPPELQTVCECLCILKGVDSSVANRRKVQQSFGDSVEDYFVDATMPWPTIKKCMSRYEFKTWLMNLRVGVDFIPFANVK
RVERILMVDPQITYDRLREVSMAGYRLLILVAACWQYCTIAEDLRQKRNDCYSMEQTLVRLQKFVSHVGRKCDGPTMKSS
GSSSVIAKAAIC*                                                                   
>Spun_SPPG_03782                                                                
MEVKRTPVSFSSLPAELAEQIVTSLEAREDWVSASQVCRFWYRVLVPKIWRCIAPTQSDTIRQIVINVAQRGFVLSPLMN
FSSLFHLIREIDLSRMTIYNAEPKLNFEKLIMHCRELESLNLTNCLWVTDTIVMQLINCTKLKRLNLHGCGQVTGDPMGL
LLENLDHLEELSLAHCTMMRSLHPAFVVCRAPLRVLNLGGIFELSDMNDVLAAIFDKCHATLESLVIDWNNTLNENPFRR
LNTLPTMNLRELSLIRCPRLSGGALARLAPHSSNLLKLSLNGSSGLTGANIAGFVQSTPHLTSLDISFIEDITDDELEDI
ATACPNLKEVKMLGIGTGITDWTLLSLSAHTTGLRKLYMSMNMNITPQAVYSLVVACPNITVLSFLGCGQIMGSRIQQLA
LELDPTLSPENVHFEMTESVNWRTRMIETLAAG*                                              
>Spun_SPPG_03856                                                                
MSSGTANLVPAEHGTPLSCLPREIFLLILDHTSVHDLLHIRAVCRSWWTDALHTAAIKMNAAKADAATISDRISALVSTD
GEWYDEPLKRASLVCSGVRMVGDEEEVQVDYDNADGDPKIRAPQISNVRFVFGPKKGHWPVLGYFVNSEGRIEISINGKL
TITFENSSFLSDSVVQRGDGWCIACTLRDRPDIEPGTEKAVGLPSWWTGRRFWGLPSEVYYCDMQVDELEVSLGWMLRLT
KPRDGKRSIE*                                                                     
>Spun_SPPG_03951                                                                
MTMNHLPQTPYSRSNSFSIQPPSPIIPVTSSTSPTTPFSEISESRFIRDLRSITTDFSSPESERISRLLNILDARAAWIT
ASEAYHNQRDAAVLTAVNSPLTNGPCIGMSMGGRRTLKMPGKRICLSNLPDDILLTISRNLDAPSLCSFEACSRKIHALI
KHYSQSLWRHLTAQSWGIPMSPSDARLCGYFLPDNPDWKTIYEERHNLYTGQYRFRMVADLTELDSRPRRQKLVEEKKDI
YARKNRRYILHCGQPTTAGSGYAVNLRLCGPYMCWISGHNLAVCKVDGHTPTFLEGHNLPLVTLTTNQRNLVVTGAEDNT
MRVWDLATFDCIHVIGGVDVLDCAIHENILVSYNNDNIIDVWDVKAKIRLTRIDVRKFEHVDPTVLTREVKIAVWGDTVV
CGFENTVFLVISRIDGTLRHTLSEPTQHHREEYDSTHYPTVLAMYDNILVSRGVRCHEICVWDLHAGVLLYRLSESLSFQ
STVGYPIRPNEVITDFTLDARGSFLMCTVENEGGDVYLLAWDFRKAPGTQEDTANMPETVTRRMRRKEKERRFEKRSLES
VAGDIQFEYTNFWLCYEI*                                                             
>Spun_SPPG_04192                                                                
MSSGKFKNPFHKPHIPPPSPLPPPTQDLIQEPQPPTPALGPLPPTVLTAHILPYLSPTTLLPLSLLNKTWLSIARNDSLW
HRLCVLHGVRVGPWTDGLQWWEVFRIFWKRRGNWKRGVYGVKVVEVVGIGDSVNCFKYDADVLLVGTRRHRLHLHHFPWT
SVPHLSLSGHTHPIMCLATTQQHLLTGDATGTMMLWNIFTGGLLAVVKAHEGAVVGVGFVSGVVVSAGVNGQVKTWKIQT
RVETETIIREHQKGLRKISKKLQKRHVEVFEKEIVEFVHANHIVAHVGDCFCVWVGEWVVTGGLDWCVKTWMPTTLAHHR
TFRGHTDSVTCVAVHANWVMSGSLDKSIRQWDLQTGACLHTFLGHTKWVKTLDVSEEWLVSGGWDECVLVWNWKEGKLGH
RIDVQKGPVVALQFDEEKIVVGCRGEDVQNALIVVDFGEDKHENKNQATS*                             
>Spun_SPPG_04466                                                                
MASHTRPQKRPCGERFWLRGDNARLRDFTEFLSDEIILYIFAYLSHQDLACIASASRSWKRLASDQYLWKRLFMDRFSLL
PPPPRQSLTQQCKPSRADSPTSGRELCSSSRTRKSSMAGRIMQEREDWHSMYILQHNWHVGNCRITSLDVSGKIRAGQDD
NTSISTYPTTKTAGYAVNATVDRKSNPVVTFTKDLIFSSTFLETSCHSPEINVWRIEDQSHVGTLVSSSNLPASVIITTL
RIDEGTGNHGANPKRVIAGYSTGGFTLWSFSTKNDNGTSGWKAEELCTIHRNAQGRSLLSVAILNNYVVTCSSDFDLVVY
KVQGTSSNERQTCIPIHHLRGSSCWAPVDLHFEQNQHDGQYLLYVSYAAPTLHGEWDVGVQEFRFTDTMTLVTTRHYTPA
PVGFSMPRGTSPLTCIRFRPPYLVTAHADNRVEVYRLVTAEAGTRKSLPRAYLIHASTLYAHAAAVMALELDAVSGKLIT
GGVDGLKIWKLATSAECLYGDMAPDPVVTLMDDDWAKEWETGITACGRGPRWLGFDEGKIVSVSGGWWIDKFEGRSREGL
KMGGNEFDNPVGVVKIFSFLDE*                                                         
>Spun_SPPG_04477                                                                
MGQDTSSFEGGMNIANASVGNTSNQSDVCQDTESSAHLPADLDFSMNTQISKPAEPLVLRRHNKAPSVSSCSYSSSSSWI
SDTTTLVDSTDIMVSLYSPIQDLPTDLLLHLLRYLPPLSLHTLSRTCKPLHKLIAANLDALYRYHTIARFGLSSPHLKHY
HALRLAHEGIQEQTWADMYWRLTVCKTRWVGWALDRATNGFEAYPMEFVIRDVGLLSKRKGDMSIDAVCRWRSVGDALTG
VSGTLSIPSHHSTQPTSISFVEHTLLRGPNTIALPNRYVGSIWGSVMIGWYDPGGTRDMRGVFGVVMEECFGEDCIAPTS
NLDDQPLFDTLSDGRQVIFNYSGMLTNVVEGTNYSVALRVDLRSNTGSLAIANGNSSRPFTLCASGRALRVQLPSPPSTN
SEALSWWEIPRFNGPEGEVDLRKVGNGILGLFREPALGVFYVRPCGEDQNYR*                           
>Spun_SPPG_04555                                                                
MDASGSSPSPQTCTMDPFLYLPVELALRCLSFVDTTSLPAVTRVCKRWHQIVESDALWRERCFISSTIVADRPLRWVLPP
EDCIDAMETTLSSTFPNPNRDSLAVPTASRRSRSPDVLGLSSTASDTGSSQFPSLSPRREVSRQSVDHIVRKLPSLPDGR
ERYERLRPPPVIYSPSPAHPGTSGLPYVLHDGDAKDLVSPMSPASPSSFTLPKSQDLRMPENAKKVRFTELIHDPKQFFR
EIGEVTIMAEQEPLDLLEQGLQASSEDDEQQTIACTLDDSARTFWSSKGTADMLSSEWLVYKLRQPVCIVTRVEITPYKA
RYQRGMPIYAPRYMTMSIGFSPEPENMHFISELFPVENRNVSQSFNIKPTLVVGGYVRLHLHGRYQTQPGDNLYYTVLQS
VRCFGIPIGLVADKQSLSLPLMELADVLKCDYTPWYGVKEIVATQRLSRLKTLMLPTVMDRTTHAEALASIQRLLMRGEW
KHAADILARTRCTDELRQADFLAWFFESAEAVSEIQSYSMWNEGRAADKGKQPMVEPETAASDWTRIFASVARKIASKKE
KENDPVRYYLNRVLEGDDDLTEYEAIRFGELKDCMNSPVY*                                       
>Spun_SPPG_04670                                                                
MQSDNAEWNPDGVEVTIMDQDVLGYALKVCVEALAGLPAVVKGGRVMKALGAATVVLDEPPVPHAVVSGQMMEEEEEYMD
EDSDEEDEDDEEVEEEDEEFLQDSPPHTPSPIQRLSPELLFHIFSHLPLASLPNVALVNKIWSAAANKYLWDHPKIHYTG
SLKGLVTFYANLCGVEGRHRVSKFSLFWSADTAFRNLHGTYGRVLKGIFGMMDGLQAVHLSHGAVPLEALEVLGEKCPQL



SVVDLVDMRGLTVEGIIALTQAGKLERLNLSQSRVLPTFWSENLTELAEALATCTRLRTLCIPWLSIPDHSLHILFSAVI
LLEHLDLSSTLITDTTVASILTSCPRLATIILDSCPQITDETLCHLAQSNVKNASLSRASITDSGILAFARGRGAEVDKL
CVCGAKDLTDFSMQILGKHCTQIRLLDIANCRNITHRGLLSFIEPEHGRKNIWMRHLNLTGTSGMITNETIASVLGACPN
LVTVLTPMHVRGKVVKEIERRCGEGGGNHEIFFPQQWFGVMHGNVSVSR*                              
>Spun_SPPG_04675                                                                
MHNVPPSAAAASSSAFYPNSWTPSPASGDSDRSQAGRVTEWARASSLDKGFGRTTGLWWQSGTGGWNREYESAMNGWEQV
RRSAGQGSSSIWQESNEMTVDNGDPAAWNTMGTDLEPTQDDTGSIEWEMAAQAEDDEIESANGETSAEGSHRFFRSLLQS
CSQGFHSIDPSAHTPEVRRAMLACQLGLDYIDALNNKADEEAAEKVRKLEAVANEATETPSDGSSLQRRYIPRLPAEILL
RMFNFVCYNGGNIGYVPSKAVRTLFSCSLVARNWNQPANAVLWKRIYMADQPARFGRFVLGSATSKYNKRECSALVRVLS
VACTDADLSLLSVACHHTTELHSLELHRTRDPDAQSYRLLQRLPDRFPSLRSLVADTIHPSAWRDFLRLCQTCPLLSNLH
ISFASADDNDTFDPPRAADFEALFSCIPFLQSLSLWRVPLPANEEAFVGSLATHCRNLRAIRIDDCGTDLTMGLVVDVWN
RCRQLQCITLRNIRQPPRRSSINLEALPSLRTLLIDGCWLSDDLLLCIGRHAPNLETLYMENDWRDATGAVGSVVHITDR
GLLGLAPHLRNLRTVSLVGLMGGPHLTARSVRALLSFNRNVTALNLARPDHALAHLSDSIFLELAPCLMNIKRLELYMQT
ELSEDAIAQALSDAYRLVSLGLSGCHQLSDATISALPQLCPMLERVDMAGVTCSAQGMQALVDAAKRLRECVVDCGMGDG
VRWGKVMHFDDPWSEDVFSPYSVWEREVRRVARVAGFVY*                                        
>Spun_SPPG_04698                                                                
MPDKQITAFIADILRFGLERLSLVPADKRSFEVQDAIAAQELAVDVLSSIGAVDSTPPSTSVIEEIETVPAVEDGITADQ
NVPTERPSIEESDISENQHWNRAVVLARSIGMGGSPRKENKPDKQNLNAIASHLPHELLLHIFEWVDELPTLYSCSLVSR
YWNPVAQEVLWREVLLDNAPRLRRFVRGVAFSATPRVARRSARTRAGLVPKNFGEVPKAFEELGELIKPGLMNIANGASR
RFGVGSKPTTLTPSEGETHPAMLKVIAERPPLVINKPPVGRLCGLGSMVKKLVVSSSEQKVILLQHVSNLLNNLQSLQFQ
HLNIEGSGPSLDARILNSLETLIDRVCSLTIEDVDSPCWPDLCRILREHGGRLRNLNIEAVSEIDAFESSSDLSDVFPSM
PGLEFVRLDGIPVGPNASIERLVSSCGCLQAVTLDYCLDVTMDILMVLWNGCPQLNFLGLAGVVGPLSSPLQLEQRPSLK
TLRLVDCDVSDEMFEEMALKATGLEMLRLVFEDDGCEGIVTVSNELTDRTLDALSTHSTTLRIVALTRCPNMTAKALSRV
IRNNPVSTLDLHKHPDCSIGGVDDKFLRELGTSVKKVRVLNLYGQLDLTEQCIVEVARNGAWTGLRSLSLNNLTVGPSVL
DTLRVGCPALEVLSLVDCPKIAAEAIRGFVEGVSVAHMRVIEEVSGRSDKSDVDTESSVGASSGEGSGSSSEPAKEILPT
PSSTSADVASVPGPGATASSSSSLPPSPSPLSSAHLHRRFPIRTLPSFDSPPAPPSPLRKLRRVYTLALDTEETSVVKRR
DAWFVDEGLDILSLWENAVRGLAGRGWVF*                                                  
>Spun_SPPG_04919                                                                
MTTIVSLKLDTLHIFDGGAEPAANCRGRGGRVADDMRQVGTLCNFDNYGLSDTSTLAMDKARTLATLPPELLTEVFHCLD
TKSLRAVATTCRALRRTAVPVLWANPIIPSQPPITLERLIQQYGVHIRSLSFPDPTYIDLVSVAPYLCGLLRIDLGGCAP
FTVGDQQVMSLIACCPLLVAIDLRDCIDITDATLFALAKHPNVKFLEELSLARCCEVTDAGIAAIVRAANGLKTLNVTCV
PCLSETALHHVAKECSNLRVLIARDSDAVSDEVLLELASGCPKLTQLDVDECLGVTEKGLLQFAQVRQDRLDEAQKFGLP
DVAGSLSLLKLNGTASDAITDHSLIALLPPIDSKRAGTSICRPRLDTLELAFARHITATTFTHLAKNYAHQLTRLNLSNA
TISDMLSTASRTLSDFLSVQPHIRHLNLMGAVELVDDASCQVIGQTLTELETLDLSECRQLTDEGTVTIARGCTKLIDVN
LKGCTELGDATVRAFVEDGSAALRVLNVGLCSRVTDESVGSLASLYTKPGGGLHTLKLSGCFNLTDAALEQFINLAPTPK
STPHPLMPLSLLCLSGCYHITDNSLARLTPHLHSLESINFYSCEGVTDATVKVIAEHCPRLQSLVMSKCRITDEGFEAIG
QRCSRLHTLYAGFLSGDGPSNSGISSVLGGCKELKLLDISRCEKISDLAFGGDGMLQVQVLMVRCCPRVTFTGLAGFVER
CPRLQKVDITGCCGISVEEKNQLKELVDGRW*                                                
>Spun_SPPG_05026                                                                
MVCTLQARRSSFSTVLNLRSVAYATTKQRACSIWVSSPSILYQHRKQPHAALMMEDIIHAICQQIEDRKDLVAAALCCRR
WKEASTPLLWRELTIGTRIPGDICKFTKLANVGSIGELHDLIDIDYICTPSDTTRLQLLLCALHTNPHRAGHVRSISIHL
ECHFTSFIRYNRNSYIDFDDEDVSANVKEKAWQTFVSRAGLCMRILKLLPRLETVHLTLEVRLEEHWRDEFDTLLKEFAE
TVSQSGVPRVKRFHLCVGPNAVIPSPKGITEMFSSGQVIPSPRSVQLCSWHAWSPSDVVDLLQNVGPLQMLVLKNGAAVN
ASVLQAMVRHAPSLQQLEISDTQRVADNVLFDEVLPSAYNLLDLTLDGAVVTWAHSSSKRYTLGCTRLVHLNVNRCIRLP
GGFFDAVARTCPLLETLWARDNPAITDTHVRDILHGCKRLSNMDLSRCENLSITALHHVAEACLPLLKNINMQGCPRIVA
YGGAGVAIRIAESCPRMRELKVGPVHQKALTVGWRVLANLHRVSDHPEMPAAHLLHLHCDRYVALNMTLLRKYVACAEHL
LKEVFSEESAGI*                                                                   
>Spun_SPPG_05144                                                                
MLPTPSANWNRGSALTPPPPPPTLTSASTATAATVTTPAVEFANFETLVGSAGSGSAASSSSSSESLIRRPSVQYALAAQ
QVITTVVTTTTTRTTDYPPLYIPPPPAPHPLDPEVYPLSKTPTPPALKKFCFDLNGIPTSFREVEVVDNNLNHNQVTSTS
VQSYPVQGAASPTLDLERLFADPVIPIPKGNRKRPVSPENYAAMTATELEESNVSPSLVSPAEGRSRAPKRRGPLGAPQA
HSIRHDDHRITPVGKPMLAGTPIPIPLTPFPEANPVDIPGAAQSTDPDLSESVTPNLPSPTMSPTTKSAFPNPDMEAQHP
VISSILGSLPTMNGTAPSTSFTFTEQSQIPAEFADLPSLGDIPYILSTFDNLPTPLKSYLLLQLLRRCPFPTLQFVSSLI
LPSLKRDFVGLLPVELSYQVLQYLDLRSLGRCASVSKAWKRVVDGDGAEVAVWKKRLLSEGWYDEDEIELEITFDNPSIR
TNPPAGLRSADPMEDSDDEYTLGRSSGAGQNRVASAADWPENWKSEVNSPSHARKLIEFSSENGQLPAQLYKNLYRRHHL
IRQNWFHGRYKHISFPGHAFNVVTCLQFDARKIVSGSDDQTIHIYDTGTGELRKRLEGHEGGVWALQYWNDVLVSGSTDR
TVRVWDMDTGRCTHLFEGHTSTVRCLIIIIPWRNPETGRLEPEVPLVVTGSRDATLRVWRLPHPKRDEPYLPTTTGGSSP
TPGEANQNPFFRHVLSGHNNSVRAIAGFGNVLVSGSYDCTVRIWNLTTGNCDHVCRGHREKVYSVGYSHELQRAVSGSMD
ATVRVWCTKTGQAMFNLEGHTSLVGLLELSPQYLVSAAADATLRIWSPTTGQCLANLTGHSAAITCFHHDPKLNRIVSGS
DGGVKVWELSSTGYGSGQPPPGAPFAPSLAFTQGPNGPQPVHGRFIRDLVGNVQGVWRVRMDEQRLVCAVQREGGRTWFE
VLDFTDGLDCGTKVEGPGDRFAPADVSEEDEDDEEDYGENGPDDGEGEEGDESDDGDGEEGDEEEGGEQVEQQPMLESNH
PVPTESVTLNSPVDTQMEQPAGST*                                                       



>Spun_SPPG_05165                                                                
MFRHKNRLADIDSHIASINDTECSKTVVSPPPRPSRPMQKLNHDILYHFFAQFSTTSRYSSPFELDQRDLLCCAQVCRSW
ADVAIPQLWKSLHLVVANGYGVSAADLVRLIGKLEQHGAVRANYVRQIGVSVCYEGAGWGADWGDENVVWEEFIQRVSVL
TEVLEKMKRVEKIDLCFKIRPGRLSDEQQITTHALLNSLLKTLTKPPRMRLQLTLDTPTSLLLSSGLNKLGSQLEYLTIQ
GGWSSEEDLVELLEAVDPLKGLTMERCGMGEGVCRVLEEKHAPTLEIFDLQSAPRHGEEARMIGQVIENCSSLNHFRWTR
SSSCDGDMFYFNRLDPITQYPSNLTTLDIGGMSVDDGFWNRLVVTCPRLISIGCRSTTISDVGVRTLVKTYSTKLKKLDL
SCCQFLSHKVLPCIAHHARNVEVLEFRNTKDILMTPRIVTSLAPLLENCLRLTTLTLGAALHYHDTKTIPHKNIRALLFA
NAVLNRDQDSRNRDPWVLIKYEVFMNVRGLRDLYRSAITGDGRWDRFRGVVAYESLAEVVRKSKELHGCVGRI*      
>Spun_SPPG_05425                                                                
MRRSKDPPPAAAAPPKTIASLPPDLIIRTFTFLPIPDLSKVAQVSRRFKILVYNDDVYEPKLRALDIYPPEVDGNSHIGE
GATAPETSGLVDLLSTRLRQMPGGHMLPGSTKYLETGTLWGSLVEDEADEQDKKEDPAEVGPTTDAKDDGAADAKDDKDV
QEDGPVQAGVEGESSKVGEEERPQQPSITSTLPSGKKSSLTIGAGGLKAAGKQSNTISVGSLRRQPSTYSRGSGQTARDL
FRRTYTQLCPYYLDFRKRQKDSKVFKDFKDISEVAMVLRRLKLFSEAHFIPESDDIHFALETTIEWFESMVLGQFERAYD
GKNIKEMQRNALAAYHLNGGGSCIQLFISKNPVFFDPTYNPSLVASKLPSTGGAAAGYTLADEFAKFSDYTLNNCREQAR
IISQVFLPETDALTLFVNKVFEDSVAEYLSAVLAAANEREGLGIYLHTLATGIHCCMQFAEFIANNDAGVPVQTEKLKEA
VMAICRPYTNNYMRQEMEHMQLKFNKELEKWTNRKGDPRKKKAAAFIADQEKAQAHKRQVMQTMKTIMFAPVALGKLVTG
MGGHNKVKPHRQSLLDNAEPVTHLTIEQDDNVTYHLDDDSLNSLISLELCLHLMHTNKEALGRVLVITAATDMGKLRTNV
EKIFCALLDVIGPQHIRPAFDTALERLSRAQVVDQSDEKAVNPDSLQFFEMVHIADLIQQMIEVYYQEDVKPWIDESDFL
SDIVVDKKSFERLLDDSVANGMDKSIQVLVNQIDYILLVEQAQKDFNPTEKDVVLDLKPTKACQRVIECLNSHIKILYGV
AEKHTMEVFFGEVGVRIFNVVCKNIKRLQVSQTGAMQLIYDLNRYYEWACTLRVASVKKLFEVLKEVGNLFLADGGEELR
KLVHDLPRYQGALRIEEIYELLASRTDYKKIQKYMESKDCIIQ*                                    
>Spun_SPPG_05442                                                                
MTRLDTPSLASSAQVCKTWNTLLRDNILWKRLCNQKDWHPISKTRTEMIKEVSLTPWKHVYKHNFLTWVNWMRGDCQVRS
VLDVEGNGRNLPMQFDDSWVVSVVLGEDGKVWDMETGECHFRLVGHQGTISAVKFDRKYVVTGGIDTTLKIWDTSSGECL
RTLVGHQGEIVSVQYDDDVVVSGSEDCDIRVWRMGTGACLSVLSGHTGAVCCLQFEKEVIVSGSADHTIKIWSLLTPTTP
RTLTGHTGYVYCLQFNHTRICSGSEDASIKVWDMASGECLQTLLGHEMGVVCLQFDERKIVSGSSDKSVKVWDMKTGSCL
YTLKQHTETVWNLKFTSTKLITSSFDRSLLVWDFAVIDDDDDKEENEEEKE*                            
>Spun_SPPG_05472                                                                
MARTSKLHSTNIGPYPAHRIQTHLPAASHIAPSAECCILSIPRSIEFYDLPPELRIRIFRFLEEDELRRCLGVCRQWRND
ASDGSLWGVIDLKRYTRPVSEQYVKCLVKRAGTFLHTANFRNCNPPLHLLPSITHLSLVGCHSVTSYTLSDFLSVRNTVL
QTLNLSSLQCIGTVHLLLIGLNFPGLQDLDVGCCPGVDDKGLVSVVRGCKQLRRFRSPGCINVGDEGVQALMGLATLTHL
NISHCSNVTNLARSGRSMLTHLQLSTLQRLALQNFYHLPRSITHLVLSSSPHLTDIELDAISRLPLSHLDLDSCGLISDR
TAHYLCAHQTKDTLSYLSLASTSVTAAGICTILRYCSNMQHLDVTSTAANDSVLKLLGYLHAKTGSGEFKLRCVEVVDCV
GITKEAVLRARACGVVVKSFWNGEGTRAGSGQQSPGERQAGEQRRRVSSGAISRRRVCVIL*                  
>Spun_SPPG_05592                                                                
MATPQLHSLNSTDSRNHTRPQSLPLQIREPSPVNLFSPSTPLLSPSHPGGLEDSPDLQAVLDTLVQNTLSYSATSLPESD
RLFFSTELRRLIEDSTIPLADKIDGATELADMCLGRGWESGTDIDIGEELDMDGIRASEAGKSEDIITSDKHAILYGVRE
GNPRKRTRLDEQLVTQESVQLPTDGKTGAVVPKSVEKMPVSLAKDFPGGFLQHCPEDILLYIFSHLDARSLCRSSQSCRY
WNALISSFETSVWSRLTRSRWGVGEPNQLGMSWKEYFQMHWNVQVGHFDLQRFKEQETQADGPGGTRRIEQGVTSPAEDG
HDAQSPLSMDMIGSSQSRLSVPSNVRRRYVAAWPADPNNAYIVALDSDNAKLAWVDADDPISIRVSSINQDGSLSPHRTL
EGHENPIGLILSNMEGTLVSFDDSSTIIVWNIRTMQFERAINANEELGFIFSMNIHKRRIVTGGKNGRVIVWDADTGDAI
WTVDVEEKYLSGLSVQNLLNVAVWEDLVAYGVWEGGFWVGNMKEKRQIATFEVEDMRKAMALRSGNGIVSEGTTSASEET
LHENPNNTTSDSSLVLSDRVEQNGPTNDTAGPSSIPETPSYTSNDIPSSASFPQDGPADSEHAAHGVTSNGTDVAVVVPP
GVHGDLTIWFDSDSETDTEDDEEGPPGPPGLHGWIPPPFVFPAAAEPTLFPMTLALNGHLLLTNGPERHQLAVWDLRGLT
PLYTLSSTQSDSTAPSPDDARRRSSHARWRRRRDVRPPEIKFAEISRDGSMVFASVTDRSRRRRRQDLMLPEKRNEFLVW
DFRKDINTEKPSQRKFEKVRIGGRGEGGLDWADGDDGEGIEIWICWDEEVIG*                           
>Spun_SPPG_05872                                                                
MTLQKGTRAKNSLGALPEDLVEEILHFVEPKDIAGFCSVSKVWEKLCNDNRLWKKNVIAHGWKWWNSPPIDPPSWKKIYM
HRTVTDRVVLEHLQNVLDSPRGRIANMLKIAQHGSDAVDVLIGTIDEKKKDHLTRTYYARKILRLLSRQWVVSQWRLLMP
MLGSFHAQHIQTRHSTACSIAGVRPTTYAPPFPLEYGAFLLSKFHSYTLDVADVMGQLDALADEARLHVIDPGSTGSGIE
TRARQLYDFLFVVKGFTGAVQDYYNVENSLIDKVLSRRKGIPITLALLYHAVGRRLGLQIDMIGFPQHFLARIVTEDGSQ
WFVDCFQQGRNGGFRTREECIDLLSDMRLVTREEYLSPTTDQDFYTRMASNIVAAVHHAPDLEQSTDIHIHAYGAMIVLL
LLSGDHTQISTRHPHRRILYGILRADVPEDVWFAEADLAMLRARQTTGDSGMRGTQATLEIAALENEVAEIWTVDGASAP
QNVKRRDPDMGRGSGSSKRIPRFHVGETFSHSRYHYSGVIYGWDLVCSADEEWILRMGVDRLEHGRRQPFYNVFALGPDG
ARTYRYVAEQNIIPGNGDPAMFLAHEEIGKWFERWDNERMVFVPNKELREEYPDDLGPRGAEAQ*               
>Spun_SPPG_05966                                                                
MTPPLSKRLDTQPEECLLIILRHLPACYLVNVCQTNRYFRDLGYDEGLWKHKCIEDYGLQSIAQREVTSWRALYGRLKSP
KLFEWDSNTYPIDYGRFAGKNLVKVVCTGWGRLASTVTGEIWFWGQMNGETWGDNRSRSYLQPVQVANSSSRLPRVLDVT
GGRTFGVALTEDPDGLGRKRVFVFSSVEAVWEHEGLRDKDIVKVTAGWAHGLAMSRSGTIYVFPTENARNQQYKTISPPS
MDNPYVEMGGGEDFCVALTRHGDVYKWSPNADEALIVPDLSGLRFTKLSSFFRHYAAFGQDVRRSNMPPKQSSTKPVVPI
WCKDRSNIFGLTLPDGSNPHNAIRQIAFGDWHSLCLTKNGKVYKWGEGCTALKNAFPQSGPALGCSESSCELLPFSNTDW
FVIQIAAGGHQAACLAVEVY*                                                           



>Spun_SPPG_06017                                                                
MGEMGTVKLPDELNKAIEAFSSSSAATRRAFLAELVKKCKYGDVETLLPLLKAKRTETVDFVGQLPLEISLKVARYLDIP
DLGAMGRVSRTWHTFKNTAALWQQRLDEMHRRCPWRIPRQLDPHAKHTCAKHYNFFHNSPVEYVLDLHSDKVHAVRIKKN
IMVSGSYDRTVKVWDLDKQSCIAELEGGTVISVDFEISGEDGVIVIASFDRRIYIWDLRTKNLIRTLDGHTCSIIEVRLH
CNRVYSSAQDGSIWIWELRTGETVGIIKPDHFDHRSFFGLYGEYLVSLQGDLVVIYDRTGKQLDQIHRSKDSQKQMFDYG
FTHGYIISSNDDGVWFERVSPERQKSVCIPIHVPTSSLWTRDLGATSSFIWLKRRAGADVYIYEPWVGGASRKLTFNGKI
VRGVVEVGDGHIAWGLANGAVKVFDFTRGISHLL*                                             
>Spun_SPPG_06088                                                                
MEIQCLSGSHSYHAQDVQVNTPAFDEKDVCGTSDSVITLEDSEHRQSAQTLVGMKTANGRNVRQIFSDRKKIAQMKYFQK
VCKKRLDVFVGTGIKPVHHKMPSPAMRLPDEILDDIFRYTSHRPADLASCSLVCARWHRIVSLHLWESLDPSSHWSMKRL
GSVFDSASRRQQRNTRGKKQSEVHAPTSNLPLVRAIKLGAVGLLPDEPPLKFGGSGGMANGLARWCLRRRWVRVISLAGE
ALPNLKRLDLSYSAGWLRDDAIFKIVKSCGKTLEELSLANGYLVTDDGIGALARGCKKLRKLDVSHCLLVGDKGVAVLAE
EGNRRLRELIMTACNIGDLGVLFLGVFCTELRTLDLEDCFMLTQKSLTVIIAKCVQLEHIKLPCFVYPRFGPAADQNSPH
PVLESLLKRPPCSNFKTLGLSMCSGEEIDTHLPRILARFPTIETLEISGSPTVSSIVAPALSHITRLVLASTGQVDDEFA
AAVAEHCHELVHLDLSHCRVTAVGAAPLFVKCPKLRFLCLAYNRGLRLFHLYSLLKHKRLACSALDPEQKRHLAFCLDVR
PRLLKIEDIPCPEASRCPMNLVAAPALRTLGLCQIGAITDDCVRILHKIAPNVVDVDLSHCPALVDPRVIYGFVKKARSL
KRLNLSCCDRLLGTAGAVRRNGRIVAKVVKIGQEEGLRKWSDEPPKRCGYHHPPIAKLDRHRFCLIESKMTAFRAAQVPS
LDWYYEWTKLTCLPE*                                                                
>Spun_SPPG_06353                                                                
MDLPEIALRVFCYLDSISLVRCERVCRDWSSLLIQNENHLWCAFAAALSPVNGRLPHRLEWETWKDIVRLKHAWDKVLPK
LTAESRRLHDPAEYLQEAPTIVGEVVVDTTGHNKDRRSKVSVMDSYSSSETRDYIQTQAVGPHIVYAITGISHIGTFDIR
ASSISAPSIKLPATSFQHPPRLQRVFHSTLIPVHEGMGWMSFWDPRHTDRQGRFRAIDDEYCQGQLYEHLYACFNPRWSD
DESETVDARRIVRLWDVKCPSQPILSWNAQLPGHVVDVALNDSLVACAYGSRLDAEAGPIDNAQDTPVFGLEFRSVVTGD
LVRSVPALSGVQDVIFLVMTRFYCLVVRAPDDGQLVTVVDLATGNVAHEINLMESFIRTYGGLHVKDDETMLMLWSSSNR
LACLDLIRGCWTLHERKRDELFEKWHYGVWVAIEQNEHVCNRVKVLGTNGTIKSSISDKSRFRVIWKAIGGVPSVSPPSW
TSECNIILNG*                                                                     
>Spun_SPPG_06354                                                                
MTNAKVTGLLPIKQQKGIQTGSFAVTGGIARDSFVIPETSVYNPPPGPPPVAVYLPPPGPPPPNTIPFTSLPPSAQPLRE
TFNNRIPGGIEVDIRSAGLGVMRILPDETIAEGVLSLLNAQDLVTLSNVSRILYIFARDDQQWRRICLERWGRAGSVSGG
LVFKGTWRLTYYFPGTMNESFREKFEFARVHAHCSLTVDGLVSPYLHAKWCRCHMDLSRFHVDTKLTTAETTIERVSGRT
LTAVQFQSRYESLSKPIVIAMDGIASSWPALTTWSLKALLTKYGDIHFKVGNEYGHPRKVGMKFSSYVDYMLQQNDESPL
YVFDDRFAEKAPDMLRDYEVPSIFAEDFLSVLGEERPPFRWLVIGPARSGASWHIDPLGTSAWNTLLSGRKRWALYPPDK
LPPGVHPSDLSSPSTLYWYLEVYPFLPPELKPIEIVQEPGETIVVPAGWWHAVLNLDQCNIAITQNWCGRWNLDGVVEEM
ASSLENKYHKVSYRCEMNV*                                                            
>Spun_SPPG_06391                                                                
MAPISILERDRFSTLPQELSIQIIKFLSCSDVGRLAQTSRHFSVVTRDEYLWNLMTAWRFGKDALSAQGPIHSPKELYQT
LSADGLSLRADKLSIVWNDGRYWQMEEDLSSQSGLVATLRSVCWFDVRGQINGVPRGKYIPIWRIKLVGRGPHTLSGVTF
KASTISEEAAAHDSTASTRILGNFPDDPSYSLPTFVPGEASRPLRPTDWTDFVLPELSVGDWEGAPPYLKVEVEAIDHAD
TWKFGLKIDGVRLVRVGEEERIAQESQPNEGSADEEGVVPLLLRGLRTGVAQVGGVMRDALGLI*               
>Spun_SPPG_06411                                                                
MSEGCRLVVADLPIEIICHIFSFLSFHEQIPGLAKVCRTWRGALRDLRTLSLEATISVLDYTLPRILSGYPRLERLIIEP
SRYIDTIDAAYLLTKVAQQFRGHSTLRYLFCSSDWIVPGAVEGCPRLEVLIVPSLRGKEEEEEEEPQGVSGMEEDGRGSG
MDTMDVEYPDDLHESERRIGGRHWEIWRGSGMRRNLTWIMKHKPTLTHIEMNKPTFWNRIPKVAPASPSPILKHLKLSDI
CSWALVNFLDVLRQSGQLERPGLPHLTTLTLDLDWLIVPTNAYEAISLGCPNLQSLTFIYANLTPAGVEAIATHLPRLKC
LVMDKCDMWFYHGWMSLVRYLCSRMKELEKVGLEKCSFRELPLTMQVRFPVYSTRAGTMGWWTHSLRSLKLYANDEYRPS
TADLKEVVERFPQLQELKLEVPAETFTKDGIAVWGPAAVNLHGLKKLVLRSGKYEPYGTEPVAGDTPLHLPNLQTLSIWS
CPIFPFNFILPNASNLTTLKLNFLPTILPDTTFISLPNLRYLAVRGITILAHQICLSIVNALTADSPKLEVLIMEALHRD
CSNLPSTFFPRLVEKCPKLKVIRLDRFITPRCTLTLLASATIWPDLVSFHVWGQSAIHGATLEWEQTSLGPFLQTHRLLR
SFHVGLHTLEVPGFELEGRCMDEHGYARNVVSYATYARSIKARWWWLEDVVVHGPIKRRSVADSLL*             
>Spun_SPPG_06551                                                                
MSTTHLNLLTLPIDCLLCILSHLPLTCIADLSCTSKDFKETLRSNATHIYNNLIPTTISPHLLKVYKTSRGHVPFTEVEI
DVESRCRRGISSVGRNDPDPIDGGAVYYFLLRRHKTVVEACGDVLKRLVGDRRARKVLVENARRFGEVEATVDDGHVGDN
VVLVEAVRALVMLQWTVETLRLMGCAATKASRSTPGYSLVGCRYVKLIIRDFETIDLRVMYHAVMNLGSKSFTKPSAKWR
SDAQGFEVHHFELIYLRPFLKKTLADRGDWSEEV*                                             
>Spun_SPPG_06570                                                                
MSLLDLPPEVLFAILRYLDGRSLSRAEQVCRSLSGLISSSGLLWKELYFKLIYFVAITDVEHETEGLLAVGTSNALNFPH
VRAGSLLGAEGRGAMVLHSLRDKEWKIQYRESFLYYQRPHLCACCYREDASVFAISQWNVRLCPCALFQLLTPKSARREF
LLKEEDLQMLRPWTTMVQESSHLVPTTFYYRPQCLRLAHQKHGGKEGYEAALTAYRQKEAERAKRRAVVKQNQYCTRVLW
TERKLARLGCPMKIQDLVLEPAITLNMRNELEEFLNGDNTAPSHAPVDSSDSSDTSEDELTSWSRNIIGRPISYLLEDIS
SALLYGKRKGLLMDRIEKIYSPEVLDPTDREWIERCTSFERFATALERDCLPVEEAEKEVHDCAIGILRQLREETQVRLA
VTQGLQTAWHQRPIVEGLHWDDQNAFIESGLKWTYTTGALSKSKSLHSRIQKAGKAGSEYLLHVQSKHKDCQEQQAARDA
SDQKRIEEWTQRLNQALTEHPRCVGLRLLPITQDTDPGIFQLFQEFINPKTICQHHTELCLQMTVNDIIARYHTLKSVKV



IDEELSKWMVNYNSKTSLENTQALEIYNNFVILGISPLATLVITIFLTFLSGATGGTSPCSSIDEAKSEAAIKIYRAELL
GRALKTVVPSFKESTALPEALACYKNFIATPSGDSPASGPLDVTAVETYHVFLPADSFLEDTVSKIFNFECIRQSRVHLV
DMYVSKSGLEGYWCKEWVVRPHSSNFLELKEDYLSVEEELCPEFQLLLNHWIYDESFHKLESLEEVIQLGIRRKHTDYRK
KLISERVRNHPAYQDLFNDAYERHDFLNGPMMKSAYTYDDAHMKPFIFHANNTVVSIRCCHQYQRYIYSYPEIPPVNESQ
VVNALVDIVCRIFDGTIPREACYVVQNYF*                                                  
>Spun_SPPG_06736                                                                
MNHRNAADMHRPASAQRRILPDSKRRVPNRPPIASPALELNHFPHTSESVTAQFLQSFPQLSPPHRHSILLALLKQCNPA
DMVFLAAVMPRLHRDFLRLLPREASHRIVFYIHPRDFCTVAQVSKAWRQVLKDRLLWQKLYTRIGLGTLATEYYQCHEAM
KINAKRLHSLSNWTEGQLECIQFKAHNLAILSLCFDGKRIVTAGADKLVRMHDAITGECVMSLSGQDFTCVQFDDRQIIT
GSADGMVRIWASKTGTLLHASVGHTDAITCLKFSSMILITGSADRTVKIWELAQAPANNSKISRSRSPTRNGRNTKTVAV
ENQLDKVTMLRTLTGHQAGIKCLDFTQYVLISGDVQGCLRIWHVQSGNCLSIVKIHTSLELPVFFSLRKMHHDADMRRTS
GGDHDPVSCICYNGRSLLFSTFSGRVFFYDVCPYETDLGSGIVYENIRDWANARTTFKLKGVYKTDAVRVASRPVATLST
PRHTTGTGTGPVAADGNATENLLPATTMRKWTLCAQLDEWKLIAGSSDGRCIVWNHLTGKSMYCLKGCTIEGGEGPVLLM
GENCQNEVEKAVTGLAFDDKYVVVGSADGLIRVWSAKEGTVI*                                     
>Spun_SPPG_06953                                                                
MEPPSIASTLPPEILHLIFSAAAEPTNHRQQQHTYAVCTLVNRRWYRPAQRALWRNPYLPSKAKALKFLERHLNQSCKES
SPHCLVRCFDLTALRFSEPEDTDLLKRFANGTPLLESLKIFCDPLDPRTLQHVLTVCPKLVDLTLTGSVGGMQSRFFYEL
PPVRSMELHTLSSRLMRLRSLHWGSVDCTRGDGQNFAKLLATSVGPSLREFSVGMVTPPTGQIPVEDAILALIAHNCPAL
EVVSVQGKPVTDRCLESLARYCPRLTAIDLQNCSGITRDGVIMLVRACPQLSDIRIKGTLANDSVVRNVIAMAAMLRRTV
RRRAGRIFAP*                                                                     
>Spun_SPPG_07254                                                                
MQLLSTQQPPAMPDFSRVSVKQCVPDDLWLVIFSLVAHDYKDLVAVSQVCRRFARLAAVNRCWFEAYRNVYPALRSTYCG
NDSDWKRKLSASRTCIKNWEQMGRRRTGPLITEVIPRHEIASRVCSSHFEYASVIGDHLLEFPTAGKCASGVVGLSVIHP
VSSRTPDQTMGSSVLFAELSGSVIGHVTFSSKLVLKLLDSKQDFFVLADEDETRWTRLEFRRLSACCVDGSTESSSFLSE
FVMPGDVEVFASYSWVSHTIIVLGISDNDEGVCLLIDAKGNLVSSRNYGRNVSAIDFGDPYDSVVLTGHEHGGMRIWDFE
TGAPLLSLEGSSPEPILGFTWREEPESWLGEWRRPKNLSLVTFTDWSNGSCICGGEFVLWDVGDLLAQARARLGRRTVSL
PPITSEKMSFRHRIELHPGDDVASYCVLHPLILVITCQGFFEALEIDTGRSLCRVKLEVDVHNPCLSSVIRGPRGEILVA
TSNGLFRLNV*                                                                     
>Spun_SPPG_07334                                                                
MDPKPMLSAPAQILPAELLCHIFSYLTLREQIQIAVVCKRWSASMGEAREFVARVTDRMAQVGCQRVLKCFPRLKVMELR
LHNKNQDALVHFGSTFTGHPTLTHLITETSSILLAALRHTPRLKHLTLKEDFSSPIPHLPRANVNFLYEIFTKGFETLDL
DAPLLFAMDTFAEAVDDAFDDKRGTMGKWVLPNLKRLSIRSLQNSSMSDLMTGFMPRVVLTELKHLNLSSNEATLPLACL
GYLAHATPNLESLHVAGTWIEGRDAESFVEVLSRRLKEIVLIGCDLPGLDRRDDSINLAEGILTLLTAHLSDVQDIQIIH
CKFRTPAHPIHNSHISKGSRTLKRLSLLGFGRTMTSVSFLSYYPALETLKLDDVPNYVPNPSGLGMRYIPLWDFVAGALV
NLAELDLRFTRVEDEIDHSIMSDHITTVPPTHLPNLTTLSLYSIPISTLLPILAMHPTLKSITLNHLPATTFPTMLLKPQ
SHLISLPNLRILHIHAHGPMSPLITRTLATTLTKASQGLHTLHVQSAKPALETHAPTLAALLSPPSPLPPQDAIDSLWIS
TLMSQCPYIRTLRTSGQTLTHDALARLCAPDAVWKGTLERLEVALRGIPRMDVAYDFLLKALLEEYRILKGLEVCVERLP
DDVGPGVELGEVGGRAASRTDDMMEGVEMLARAAEPDWDAVSSSSSPSLSFIEPSQPLSAYTLQSIDTLHAKLCARYADD
LKRLAPWLETCRVWAPELKRKWIRSFLLRRMQRRIGGDDMRV*                                     
>Spun_SPPG_07626                                                                
MFLRGWLRKGGPAELPPLSKLDGEVAKDDPMDAEVDERRLSATDSAFGVEEIIRIALPYELAVNVVMEVNDFYTVESIAM
VSKRWRKLATDKEVWKKLYFGQWGSRTPESTLKKLRHANRDWKRLHFQRQLLERNWSKGIVTAKYLSGHHDAVYCIQFDH
NQIISGSRDRTIKFWDLESRKCTQTLEGHKGSVLCLQYDLRYIVTGSSDTTIIIWDYETKKKLRTLEGHTAPVLDVRFKD
NIVVSCSKDCTIKIWDISNGRLRRTLQGHHAAVNAIHLHQNYVASASGDCIIKLWDIDTGRCIRDFAGHARGLACVQFDG
EYLVSGSNDKTIRIWNARTGECLRTLTGHEDLVRTLCFDRRRIVSGSYDQTIKVWDFRTGDPLMTLKGAHSSWVFHVQMD
AAKIISASQDKKIVIWDFTNKVENVMDFI*                                                  
>Spun_SPPG_07657                                                                
MELEDPTVMYYPDHHKLRNLLDLPTDILLYICLHLDALCILRIEQTCKTLASISRGNRGTIWRPLLLDIWRRSTPANVRI
NLRGQQWRDLFREWHLWGIQLSAAANQRAKGERLLIPAELPSDEGGHRTITYLAAIPAAGPAIGLTCQLVGDAKVCISSP
MVSIVDLSGETKEQDCERSRTINALLKEVKAKWIDVPSPASDTRESLVTINEWEGQWEGGWTSVWNVETTSERQPRLLTR
FRSMSTAHVAMRYNNLQASCTAWWVQPDPNTIGMSTSDDRAEIRLWRLPPSPELKPELLWCKQLAPKTRARSLALSSLYL
ACLVEDGSGYHIQLFDVSNGALLARIGEAATFREGGQTLFAASPSSLLLGTPFDDTTGIQSIHLLPSGTLLVQAAGMVHI
YSIIPIHPDSTHGNVVVGLIARVNIGDVTPLHIVLRSSHDPILVIRDFQSPDRVCVIRPAYIAKKWFVSRRSSGEMGMWV
VYEKESAALDVLWKAVYY*                                                             
>Spun_SPPG_07665                                                                
MQSLSDYPFPLLLLILEYLPAQSLALLSQTSHFFYRLASSQTYWKRLCLTDWPWFFYDGTCEHSIPLVEVPDPVQCVVEG
KERSNSNEHVCPYPHKVLDHGQFFLPNDYKEAYRLIAGGRYSGCLQVLGSLVDRQMSAFAGIATYDKRSQTFCISYNPLI
ISQWRRGRKIRLLDRPIEETEEVSHLPEFVDERIPISERHRFRRIPEDLLEWDSRELNFREFFTSLRPDGRPGFEIGDEV
EIQWRFGTREQWAWWRGYVSRMSASGDGEDDMEDEEGITVAFPHYPAHSPWYSVVVGVHGSQEPNPRDTGDLGFVGGIRK
VTCLAHRALWRRNFSMVHHHVEQDRIVEALQAGFANLQLDGPDVLGGAEEGEQGDGGNIAT*                  
>Spun_SPPG_07781                                                                
MPPLQRGPLSAHCEFQRTSYPPLVALKRNESGKAPELSSFAVTKSLPVDGLTQRIPRRHNGDNLHPLLLPDILIPILTYV



QNARHILPDSSNSDLPCTSDTTLRQLYTCALVCRTWNMFATKMLWSELRLDNFYTFRRLLRTFAPKSRWLELRERGQDRL
EAEWRRGGVFSVIGAVLGGVWEVSEKLVNRVATDGGNGVPTIVKDWNLLPEMWRSSLLTPEYTHLYGGMVTKLVCYKLSD
ITDDHMIPILRQCHNLTHLELDSCHMLTNATIVTAAHHCSRLSHLSTPHVPKITDTSLSELTRFSHKTLVHLDLRFCSLI
TDKGLCPLFRRCTRLRHINLGRREDGNCVTDRSLYVLARNCKSLVELGLTGCRVTDEAIGLVVEECGESLRTLEVNYCPI
TDKSLTRIKSQCKKLAVLEVKGCVLISDMRPLWTLIQQRVRVELCQDLRTRMVEAGLAGMFSATSLMGGM*         
>Spun_SPPG_07862                                                                
MEPSGPYPLPPETPPAAMSSWTMDIQGDGDDESSSSLMEISHFDSDNNPSAYESGDDLEGQPSRKRRKRRALRLPPEILT
HVLRFAYTNSRRQFLNNALVNKEWAACALPVLWERIAPRSNFPLGLIVRSLDRLWRTLSMPNTSHDYASFPRAVAIQLHL
KNNEFVSRRVVEEFSRIVELVPGIIKCFPKVKDLGLTLRVEEATIPLQATATAFLERLIRVTPPSTSLWLKLAGVAVLDS
QCAALAERFGNVITDFHLTKCMGCTASGLRYFLKRAPRLQSLALYIPSLHDQLLGTIAEHNNQLMDLWLDLPMEEGAQPN
DEESLRTFCTDLRLLMQRSSRLRRLRLRGVPLAPDRAHQMLQTVSEEGRELRSLSVLVWPPAPMGMDINTVTFVNLNKLI
ISSNSRLANDFIVAVARSCPNLSYLDAGRTRIDDMCVTELASRCPYLEFFDISRCASPTVQCLTSLARYAKNLAEFDVSF
CPKVLRSEDVVPFLHLCVGCTRLKRFSIDYPPAGGIVAPDPPADVGTASETVRLLYSRFGTISGETAERKRVLNLSLMRD
NWIETWRRVRERDMGSTDEEGWLLGDELRDQAVVRWWLEDVRRVLEGDDTINVGDLLEFVPPH*                
>Spun_SPPG_07863                                                                
MPPLGSLKRKRSYLPPEILDRIFTLLQRSSSNTFRHSDEEMLVSRKSLHACCLVCHAWYFSAAATLWNHPTFPNLDSFVK
FVATCHRIGLDRRKKMGQRNDGIGETNVVHRGSETVWIARWGIENLRSLHLNENAFLPVFCTHKHLALIADARPELHHLS
LANCHALNDAALSQIVCSVAPSLRTLDLTNCWQVRDIGVQMVAQFCGPWKTLQKLVLRNLGLVSNLGLAAIGEHLAPFLR
VLDVSNCRSISDSGMANFLGKTLVEEVETGRVSGRRVRRLGRSRGKLLELRFCGCRRFTRIGFNAVLAKALKNNPDLHTL
EFSTPVPPKGSPNYTFHSFPIQCFKTLTSLHIHRAEYLDDERIRSLADNCGPLLKEFSLINGIYVSEVALKYLLTHCVRL
THLSLKKTHLVTDAVVEHLTKCSCMPHLSFLDLSGCKWVTDRAAEALAKSAEEKPSAADENTNPFKRAIYSSTRTPRAAS
LTHLIVVDCPQLTLRGLLTTIRGCYPPAGLLEEVHVTGANNNMELDVMTDIGPGGSVSEATLFEMVPQRVGVNAVRQKEP
RWVEIIKGQRLSFLAGCGECEINV*                                                       
>Spun_SPPG_07943                                                                
MLPILSNPDPSSLRPRSTKPKEPGSRSANNVDALISDIHPLPKLPHEIWLQILAFLGPGALTKLRSADRGWRKRADDASL
WRALCLAQDVEPDKLIRYHRKDKEECDGSRTERDSVERRDDDQIDWKSTFIAHYRREKERSRRFWAGHECLALQQMLGAV
TSPRGIPDGLLPVRRLVPVPVVPCEQCEAEKVLMHQLGFWNPDVPYTSEGSWSSVATVYTGGSSTSDALRAAVVQPPLSR
RLSRASVILHTLTSGCDLANGLKDFVPRMQVVNDVVVRRGSGGHGVIVLPSASGLETEEILEGILRLPSFRN*       
>Spun_SPPG_08263                                                                
MEEYIAYYTSQGHEDDDTEHDSGSLLIVSTAPVTPARIPSPKPHSPPSHHNNHQGLPRSKSFVLESPLRKRPQDQGLLLQ
GPSAATSTIGTAAQATSPSSSPSSSLGAIPLPAPAPLPASSHSHHNLHSVLNLDPPHDSREDELQDPADARVYGVAHMFL
SSNTAQQQQQQRQELDSALPPSLSLPSKNAQISKRSSWVTKSPRAAYPPTLQQFDVYQHIAPAVETGVSSPMDKDVQSFL
ETDACLSPMDQESLWMHETDTRSAAYSPMDLDENNDLTCTHESDTCTPMIVNDGDTWIHASRQSVVSRFPPELLLQIFSH
FDPPSRDSAAFLSPVSTTAALRACALVCHWWNRVATRVLWRRPRVYDASRFEKLVLCVETSQPDTCPKPTYPYAELVQHL
SLSQTLSEPHRHATRLSSLLTRLLTLPDLHLTTLDLAFCKGVSNFALQRCAHALRSLVSLNLAGGGRSEICIIKVARECT
NLKRLGLGWNEAVGDFCVREVGRWCPRLEWIDLSGCWRVGDVGVVGLVRGLSGSLDTRVMETPSVPSNAPPSAFISLPPP
PAGPAAGPAAGTPMPTLLLHTPHRPTLKHISLSYCTNITDAAIHELVDRLGSSLQVVNVIGCGDIGGAVRRLIRSAQQRT
PEGGVYVDVDAIRRCSGSVFEATNRRIVMNVPGFVPFYDCS*                                      
>Spun_SPPG_08376                                                                
MDSVSTDSNYYTPSYSPRSPALPPDKIDSCDLERTTVRWALQLSSDVLQQIRDGRRVSDGEWSAALCAADLCNDLWPSEA
PAAGRPVTPAIEKAHLNTDQKAHPLRRKSNSRAAVLPPELIRTIFSYVDSSRSPHHSPTAAQERAGKQSTLLSCLLVNRH
WYSVASARLWRNPYLPSLAVLLRLVFCTRLSSLNKRTSLGNKVYRLDLFRLRLREPAATSMLHVIARSFPELRVLRLDIR
QFTARTINYLFECCRHLHTFALRGDPNAHTGRYGKEEDWAPSNVVHFVAGLGKLKALDLHNMKRDERTATIYHTVMNSVG
SNLRHLNLGRTWVLDDVVIGIARRCSQLETIVLEENLEITDVAIKALAESCPQLRFVKLRNCIGIGDEGVTALALSCPNL
EALGISYSRCTDRSLKVVARSCKNLHTLFMNDLWLESEDTLIELVERRGARLKTLGMCGCEVVSDRFIQAVAKNCPVLQE
LDIAGCGGDDVPQPITQASLEELMSGCTRLRSLLVNGIDGLSDEFVLQLSRQIWTEQFWLEPPEELSEIGGRSECHIELD
VANREYIS*                                                                       
>Spun_SPPG_08395                                                                
MDADVLLLILEHVDVRTLLKAQLTCRLWRRIAAATWKAHCLRDWPGLRTKAQINKRKYPSQSEGPLLDETSSSSGLESWS
EYYRQRYRERRKHLLEARCSLVYNLEVDPGSQFQVSPKQDESPFEGDERWKTLLYPSRHANAYFCNIHDSIYSCPDYAEE
FILARRFLISMLYQMRLEGCETMKVDRVEPTDHPCLVRVVRNRHPEHAQDGRTSFLCFVETMEIVDVDAEGDVKIWYRRL
MDCDHSGKPKDRVRGLDREGFLERLLEKEQTILDQYPHGMSNLVAPRIYGSREVCLVLSGFGHQRVPVLCETGQELPEDY
ASPDETHLDRPTSAMWKVWLRHGCWSLPPEFES*                                              
>Spun_SPPG_08486                                                                
MGNICAAGVHTSTDAYERERQMFLSQDVADGVVEPTYVKAKGMTIEKITVSKKKLGKKLWGAAPAAEPYSPTIPTRTASL
IPFILLDLPPVSHTIMQYLSYLEIAKCRQVSKRWCEIATPIMRSHHRILTLIAKNDPSKQWSVKVFPSTRYTLDHGKIAI
QTYRPTMPPTSTDLEAPDPLSILPGRVGEVRLVPFNLGEARVFDRGCGEDGFAVGLLDKWDADGVFGEWVFGETFWIEFM
TGGARGVEVFGVAVDSQPIYSTSRKAHLEALYKSLSYPSTELQALTHHPSLLRYLSTPLTTRTAAYRSILGYALGAGSIE
TGTHVLSDAIARLDRVMHRVEILMRVEGRQEKMREYVSEGVRIWQGVKGWEAVMRVAGYQGRLDDEERVWAFLWQVVVPG
LAGPGAWSADEWDVV*                                                                
>Ttra_AMSG_00258                                                                
MLESLPTELVLLVLEWCGPVEVARVGRTCSRLRAIARDALLWGRILQGMIPRATGVAVDAELGPLDELCGSMVRARRRAW



YYGMLRSGGRKPAMYADEIDDDDEVLRLADAHTNVVGTARLGSISHVEVVGRQVVLGAEAVHVADLDTGKCRKVGAHFSE
MNSMALWGDEGVVSAGADGRVCFTVLGSDDGPSHGWSAACSDDWLRRVVPVGGRAVASSRAKELFVLDAETGAVTDATAQ
LDSMAWTLAEFEPQTVACGSADGTVAVWDLRASLAQGPAAVAKVCSDMVSCLVEMENGCVVAGGFDGSLVTLDPRALTAG
PCAVLRSHSARVLQVEAYAGGVISCAADCSLLRWDGESTRPSVGFETPGARGWQADDGDEGVGAAAMASSRPLFAQAFAV
AADAGVVVANAANSPQVGVYSAATGHLLHKVGSRGPMARTTLPAANDDVLVTVTSMFVVAYDVAGMVAESVLGVK*    
>Ttra_AMSG_00502                                                                
MAMMTMLADEDLFDYLPDELVLHVFKFLPTVDVCKAASVCRRWHRLTGDTVLWKYLYLRFQEQRFERLQAQGGSLYAHCP
TRLSLDLWRWRDAYRAQFNWSKGEFTVREVKTPEVVADLSVNGTIVSTTSRWDDALHIWDIANAPPQGHDRDANAGPSMF
ERRVARAKELAAAVVSAPLPLPDGPSEPEDSDLGELLSSAYETSAMDACHVQSVLSLSGARSRFKWFMFFPYKHGSLVAG
IARTYLRVWDMESGELVHAFEDANGWTAEGVYFGSSKLVKSSPFQSSVKIYSLASGEHTSTLRLVHHDLALNDVYLVGAS
ETVSVLDLETGDLLRSARRPRLNASIVEFDDERIITGDSSGGLVAFDMHTLAMTVIHTAPDFGIITDLVFDDVRLVVASA
SGSVSVWQLGPDYPLLFTISIHAGAVRRVYFDDMKIVTTGDESAIRIIDFSPNSKDDDAKASDDAAVAVMTGS*      
>Ttra_AMSG_00660                                                                
MLLNLPPEVLTFHLCRFLDPYALVALSRTCRGLRSWAASSRGLCLKRLSGGATGLSYSCAAADPASVVHVDRAARGTVLM
RAAIASLTADDALAGPRPLVADGVVRTPKQPLFPTYAPHLFHNPEARLSLAFKHVSDMTVAGRYDVYDVVGDSGVVASVA
VGARSVRNKYGCMIRRQESAFGAFVTATHVIVVCASYGIAAVLPYTAGATAADYDGDEVQYVKLAAASPSAIAVAGRYLA
LGFANGVVQVIDTDPESPAFFADATTRASWPLFPKGNPVTNLVFSSDGTEVFAACPNVGARRIPLAAFPVLICSALTGRQ
KAQARAMQTSYPLPRAIAGLIVLPTSVVLYDHAKASLVVFDVETGGVKRRHKVPHAAGLELRSLTFDIDTRRLDLVARTA
ILSATLVPAHQQPTDESEVLEPGLSDPNPDPEPVAAGPSRKRRRDDADADDDTNGSRPTKARDGSPRALDGVICCLSSVS
ERKAVLQTAIVEAGGRVTDRVTAGVDLLITDSGAETAKARKANQLGIERLTSVQLRDRIASFDPSQQA*           
>Ttra_AMSG_00859                                                                
MNVLYTGKSPDGTSATVHVDGRMYTIPSSWLPEDEPTEGTWLTARRLEANRLLSATNERVLGLPDEVALMILEQLDDRSL
AAASAVARAWHRLAVDSGLWNKRSSVVWGSAYGGSGRALQSGKAGYVARAAHHARWMTGDVVYLDPSGSTLPKAGRKGKK
VGRGVPGGEGVDFVPAFRTSVHSAMISTAEFTSDGLLMTGGWDGAVVTYALGATGGLTHVMPTARFDLGLNNINALAVCD
GSTFASAGGHARTVWDVVSAPWADGDVVLSCGQDARVVMWDVRQGCAASEMVAAQRPVVSLAAQVLGGAQLVYAAAEEST
VAVYDARRPSSPLQTLELPGRGTLVGVHGDDVVFSAALSSNGGGRLIDVRPDAGDAGGAGPSAAADEGSGIHGSVSHFVW
CDGRLEMRGEYLTGRGTPHGFVLDEAKFGFAAYSEVVLWSRVDADRDDPLGVTRRPRLLRDVGDNSVLGLATTDDLLVTC
GEWIDSSSGTAAFVGNLTVRQFVPQ*                                                      
>Ttra_AMSG_01079                                                                
MAASSSMEARWRANKLCMSGMTLHWFVTALWGGRADLVKALVTSGRVAVDGEVVTDPEARLVYGIEDWPEKRTVTIKFPS
CEPQDVPCPFSASDRAAFVCPTRPYVSVGTRDDDFLAEVLTTAHHPYVLAVEAALRELGAAWIAGTGARSLFRMFTPKSS
FHRKIVHCLASRFGMTSTTLEDQADDNDEQGYWCLDFCYCCYGNATHDFEWEGWHVTRSVIPVKVTVASYSDDPPSVSGL
LLRRGGGVRPSRPRSPSSGEVSDGGSSALSLLDMPDELLLAILGWLDVPDLLRASGACRVLRRIAADNTLWFDLFKFYVA
RDVDSADVLLAACKAFHTQRSHTWRGLYIEAKMSGSVARLPGSGVARVTSRSERVWAAASSKKRRAAMEAAAARGVYRRY
GVASGIHEEREADEHGDAG*                                                            
>Ttra_AMSG_01782                                                                
MADDTHRPLSSSSSSSSSSSSVLSPSSSRPMTPQSRPISPPSRPISPNGDAQDGIRVLCRIRPMNDDELAMGADEAIEVS
GNTVALTVTSYTADETGTLRRSRDLRRDGRTYPFKFHHVFRPTATQHDVYALAGEPLIDDVLEGINGAIIAYGQTGSGKT
HTMFGPDGDDPRAAYESLDEYHKGIVPRLMADLFRRVDLASDSYSFDVTASYIEIYMEALCDLLHPDTDGKPWEGAASRP
KLEIRQTSENAIWIKGVTQVEVRSAADVFALLRDGNRNRHVAATKMNRTSSRSHAVFVLTVHKSEAVSGEHTMAQLYLVD
LAGSEKVSKAKTDGMRLQEAKRINFSLHTLGRVIDALTTHARSKRSSRSTRSSRHIPYRDSQLTRLLSNCFGGNARTSLI
VNVSPSDWNSVESLSTLMFGARSSLISNAPTANRYHTVEELSAQLKAAKTLIATLTAENAALHHALASTSLAPRPLTEAI
EPARHHACPPVNSPVASPSSSVPSHHVAVVVAGSRQLYFSPEQRRRQEFFTFLCPLTNQVMTDPVVAADGISYDRLALGR
WLESHTTSPATGNELLHTHMLPNSTLARLIKLRYPGTLAPAIDAINWLPAELIDAIMRFLDPASLCAAARVSRRWYHISS
AHPVWRALLAADHGITRDAEYVYRTRAGAAVAPRSPPPAAGMLAKWLYHDAHVDALIAAGRRDPSTRARNCGIMLRR*  
>Ttra_AMSG_01976                                                                
MELIQSTVSVEWLAVGTGVTLAVMTAWAWPGRRRKLHQVPAPGGGLGDDMRARWYETQRRWWQSCVWVDELGVRLTPEEI
ERCKRTESRLAAVRSNGTTSRPAARLLRPAGDGDEETSSLLLELPNEVLINVMQRLGPCDLAALRLVCRRLCEVERDPYL
WYRRARAAFGAGNVDAVIARCGEAGLDWKNVYALNEVVMGAGGTVRRIAYAAVVAENVPARWSHFGGRGWGPQPLCRMCG
GSMVLVVQLAVPEMPAGARNRFEPRRDAGGGGNVPLVQLRGRGESDFTRIEILDWEGFAEDIGEWWHSGGPIGARVPYYD
VFVAAAGLTQAEKKLTMPHLPLLSRNAILRKRHPKERGLPPLPAGYLEAIRAADAADEARIEPSEMLIKTVSPCDKLGGF
PLRPPGAEPVLCGVCGSAMSNTVFQVASMHHVWWMFGNCGVGQIMQCSEHRQELAFTWDEML*                 
>Ttra_AMSG_02161                                                                
MGNARSSSARRGERDKVALDGVAIMETGEVEVMEDQVFAWELWNAFPAELQHLVLSFVDIRDLGALACTSKALAALLDDD
YVWRVAYGSRFGFDDAACGGLGPGPSRATWRERLRARIGTRGLFPIARMLCVPPELGGVADADALAFASEYAVAWLSQAG
QGVPTIRDVLMSLTYALSMRGLHVAWLAALAQRLLVDEPTLLPQTTVLRALHFVFYVTASPAVADHIEAHFAPLARELRN
DRVATLGKTDDEMRACMAQGDAMFRSLEFAETFAYILRRALGVLQDSCNQFPPEVKAALAAIYNAHAAASDATDPDPDAA
DPDVADPDTAETTVLAAVAEYFIVITMVPVMASMFVTAFSDWKLCETVLFQGVTGVVFGVLRGQGLTSVPADHPLHDQLP
LIQATLSQVIYTLITQGTSHARAGYCLAPAPPLASGALIQALVRLHTHGRDLAHCEPVARVVGSVDEEAMLLGWDAPGAG
LSLPSDLSIRRIASPTSERMSHP*                                                        
>Ttra_AMSG_02248                                                                
MERVRNLRSRSMNAISSLSGVGASSLENLQDGMLGMPFANQFEPALRTLQRVAATPGRAVAALSHRVLPNLSPPSSVTRF



ARRAREGVLRSRTTARHRNKRRTRVRVAVDSDAAGRGVGSGEAESTADSGDAGDGLDDEGLTVRVHVRQDSIGSGWGSGW
ESEDESGGGDSPAGHAGPVSGYTYEYEYEYEYEYEVDLFAEVPDEIVMHIMIEWLSVYDVVMLSSTCRRLRRLGGDRLLW
RAKYLSLFMPFPGMHLVTDWKNYFVTKVETEQNWNYGRCQCFDLDLSIADDVAALAGLDAADNLPSPHIARFVKIVEPWI
VVADERGQVLVYSLVTHRVEDVMMTFGKALCMDFDGEQVVIGGEPSRVALYSVHTSTRTHEFVGHNDSVTCVVLAGGLVG
SGSFDGTVRVWDMMTGECLTVVHHLNFVSSIDIDDGTLVSASRADRHIKVWDISSGTELATLELRRAVTRVQFNGGELVA
SLASCLRMELWDLASCTKAKTLRVTSRQHVGHLQIDGRRLVAGASSQLTVYDTSAVSCINIGSEFGFGVSITRAFGAEIE
PLYALSGHIAEISSLAFDEWRIVSASADGVKLWNFVPVQDDAPDGAIAPSPRLAQLRALPRLKEKFSLALPLATGWSRRT
SSPEPTPRTVAYADIMRLENRARVADVAGPSGGSQAAASTAETSGGGSAHTTAVSEPDLPGTEPAAGASDDAIVDSPMAM
RRSSSSRRLREVSVRELWAWVVQHPWFQFPVLLYVWYLWVAYESGVEYSNALSKRASNPVRKWVRSSLIWMPLALPAGMM
AGFALLTEVPMRRRPEVYVGVFCGLVLPWVVHSYRRPKIITRWMRLLFSVLEFVLIMVTCVVLIEMCASEVVMWRLHCVV
SAGYSVGKGLLYSVAALEPSRQYEMQTTLFYTPLIGLATGTAFAVDGARSAVLIIISIVFSFLHAATDGATGDVMDNMFS
VVAASFLGVAFPFSADLMLTAIEFSVHWALVHVVDKSSVDEWWEAWLADHRSGFSTTYIRLASFFVVGASSLAFIKYVRK
SRFHTWREPIIRVSFWVYWLLLFGVIYDMWVWMWAKLPVS*                                       
>Ttra_AMSG_02516                                                                
MASSTDQEVWTETTGASTVGLNAAAETAESEQVSGSAMEGVDPAEVLPAEVMVHVLAYLSAEDMARAARVSKRWKVAASD
NYLWLRLFEQRFPFAAPELKRRFRESGAVDWRSEFRNTVAAEADALHKMCTELQEPGLAHSHRLRGARLKAGRVDARKPR
KTSATAAAKFSFSGFTMEQALEGKAWFRAFAPRRSARAPAGANGAPLRTPPDPHLIAEFNALKERVERRSTPLPDKDKHH
LQPTSLAEYESAVIFFKDLIAPRCPAYGAYATQALRPVDLARGFATLSFAPPASGQAWSVSKGVGAGESKAPGDQDDADG
GDAGA*                                                                          
>Ttra_AMSG_02611                                                                
MAATPSLQTTTPDACTSSLAPAGAHADDLPPELLLIIFGFLDPVTLNRVAGVSRSWRQWARDPVLWKTLSARHFPATRGS
RPSTDWYKLYRGMFLAQVPRKRAAILRATDSTVDVPPLPRARPRPSTRGRLATLVFPRLPFAVDLDEIRGLASAHGFVLQ
AIIRRRRAWRGTDRVWSHPRPARSATSSATGLDAWAEVFIRFHRPVDALAAAAHLADLTFNGIRVGVACRDMHL*     
>Ttra_AMSG_02645                                                                
MHFGNRNKLLTSFDIGLEQLPSIEAVEWREAEARALVADDAERIGTDGEAEWARLPTFVLVRILAVSRKWTWLGTVAAVC
KRWRRVAMLVASSCQLRLDNLLKVDSPIGMTSGAMEALFGGNPLFANVPCVTASHMLGVKAAKLMPMLRTLQHCNMLYLS
KCGINNECVQVICENMPQLRMLAIDWSIASLEILPVISHSLRHLSRLDFSARLITVDSFETPAADLLDRIAPMPKLVDLN
LHNRFDMFRSQPSLFSKFLSRVPNLTVLDVTASISSEQLPSFKKTQSGAAVTGFAAAAGQVESAVPGTMLPHVGWLTPSD
LRAVGRLTRLTRLRLSCANDTIVDAHLPLLASLKNLRELTLEGADTSVEALERLAERSCPNLVTPSRRKKVKIKRGKWRR
RGQGGASGSSAGPSGPSGLN*                                                           
>Ttra_AMSG_03167                                                                
MDEAGPSTRDGLRLTVHDLPPELMLHIFSFVDTATLVRLRRVCSTWRSLAEDNALWRKLVTGTFERCGHQINGNSDLRPA
AELHLASVVSRHFQAVMAANPDLAARRPDLDRPLPPLLAAPAERARSSVARHHESEESSASRSSSDANSWVDVAGLVMTS
RQVRSLSDREAPRGPHPPITSTEHNPQQFFINHTLPEEAMGDLLAPVAMVSQAQTQDRPLLSAEIVAQFVPTPGLNSVYR
AVDAMAIKSEDALVAWRTKLREERFGELFALVFSVIMLASSVFECVAIVLLADGIVDWSWRVLVPIAVFYALLLLTIPFD
VGSKSPGGACFMAWMVVWTLLAVVTFCCRGDNVVVGEWTPHSVYLPLNAALLPIELYWGMISGAMLVEAFRSRLRGLAIR
VYYVFTGGAMLIPLSFLIQWQIEFPGSKVTSWWHALTPLIVAVWMFAPTSTFVLLLDAAVLQLPIATDGVLSFVGCMGAM
SIYGGIFVTVATNSLHNNQTLAWAFFPVFFIQLYSLVAIGLMSFESRAFYGCCPRPCIPLWRTSHLGDGSCCQPPVTPPA
SILPRSAAWAAVATSLDRLAVANRPASARYASDSASLSDVV*                                      
>Ttra_AMSG_03513                                                                
MAGHLGGADGSGWSEESGEGAGGAWQRAGMRVSFRDDVGLAAHDRRWDGVAGGDEVNDEPYVHGEDSERGRDRRERRESG
EDGGERDDDDEYSESSSHVATDGAALSGEDVASLRNAFPARAGCVFGVPELALIVVAQLADTDLCTLAQVCKLFNVLLDD
PLLWQRRFRARWRRARPHRVWRWAERTGCSLRQLYAAEAVRERALREALTFQWFDPVAKLCYEAVQVGECTYDVRYTTLR
EAQLGLVPEEMRGGGSAGAPRVYWRRRQRPHSRTSSASGDDSGDSSVSTLSSRDSTLSVMSAVSTVSVMSGLSVLSVVTN
HSDSTIVPYSRGQLEIVTASSFSLNGMEFVLDDSDPDEAVFINKRNRKHRLVRLSGNELLRFSSDDDDADDGASASHGSA
ILPIVVEEEVAFVDDDEYDDLPSPPCSPPMAESYVSL*                                          
>Ttra_AMSG_03574                                                                
MASSSSTSPDSLSPSPPNIPTTPFTVHLPPASGKSTKTKAMTVAPDHLLLVVVTDRATAKKKKQGRQWVVDLRRDVPEVM
TLDDVKSKFLTIGDGDDVLGGGLTVVPVGCEEVTLFLLLNPILARLARIAIVVAHSIPYSTIMRLVRDRAVAHLPRILNT
PRSLQSFESIESLYLFKNCDHIGTAIRGALTEIKGRLAAANQASLALASPPPPCGTDDALSAWAELPDELILTILSKLTI
FDCLRAREVCKSWARVGTDASLYRRLRLVDIAAVCGEPADSVLLGKVLAVPLVSRHIRRLDLSSSSVDVEGLDILRFRAN
KLKYLDTSGCDFTRRRLKSGWLKAMSSLEVLDASGFGNLCYDFPDVAGVDLVGTNQIAPGHFISIDGALHIVFNIEVVSR
QRHPLCILTSADVTTGHPSPLLVMTQKAARELNVFAVSNSSYDVVDVKRYPLLRDPTTGTTRSDVWASDDLLAELHSGER
QVRVFEYAGKAYMMVWFGL*                                                            
>Ttra_AMSG_03697                                                                
MPKEPRTFDSLPVELVLYAFSLLDRATLGRAAQVARKWHALANDGSLWRVLDLVPFAARVDDSVLVRLVSAHPAIRILRV
AGSVTDAGVAFALGRLTGLVELDMGAAARVFRAFNAYGPQLPLSLTEIVLPDVAYPRPGRMPRLVLADEAGGASSSAAGA
APSASSEPSSQASQLSPRPGRLAEAMVEALGRGAVVAPEALFVLDILASAPRLRRLVVRREAFECGDWVVALAPRLCPKL
EVLELGDEFLGEAIEGLFSVSVAALRALAAARPPLRELVLTFCKVFGDSGDRRQLTGGGGDDDGSYLDALSGLEALEVLR
LRQTDVLSPVSRQLGLGSSFDALRVLEVPAGQLTEREVNILFGAMPVLEEFVVSAVWFLGTDPDPWIDWRKVPRLPPKLH
TVALDYSFGFVEHLLTNLGARHQLRSLALKRFHMGRHPVGFSIRELLDYIVRDAPGLERLHLSVWREPADLSTYDANLLA
GPGVGLKLGLVLDGLPVLRELKLDGFALSHSNCAPHALVSVELRHCTYVQSLLEVAWLVGVAPQLRRLVLTHVEAFSELE



LGMVLGIGRRLTSLELSCMGPQGSRGLAAWRALAARVMRSNWNANWS*                                
>Ttra_AMSG_04235                                                                
MGRAAPGASDGMTSPANMLDEKCWRYIFKFLDTESLSKVAQTCHKWYDYAQFPGLWQSVELMLAKALVVDESLQVLGPKL
ELAKDVSFLSCRRLTADGLISAAPFLKNVETLNIGGVWNTTDAALAKVLVHTPKLKSLFLGGCHLLTDASLVSVAKHCPA
LEHLSLRFLWNVTPAGITALLHALPSLKSLDVTYIDAVDDAAVEAISVEFRSVELITSS*                    
>Ttra_AMSG_04416                                                                
MAASQAGGGWLLELPDEVLRQVFKLCSHHELCALAQVCVAWHRYLRTHQGVWRSMAAATWGPLGSRVRGAQRWDKVFRAQ
YEVEKRWRRGDASQRLLSRPPSKKRSTRVTGVALHGLTVLATASSDASVLQISLDDGEVVNTFVGHSKAVTGFDMAASEL
ITASADKTVRVWDMTSGLVRSVFAPTRKPLTCVSAHGERVAGGTKDGLVHIWRRVERSAAQPEYSTHALSGPISSVLMAS
SRMVVAGTANGELSLYTCADALACPIRSFYTVPEEGAPVTTIRYSKYHARLVVGSGAGVVALYHPSSAEPESVLAAHSAK
VVGLQCNALRLVTWSDDATVAIWDWRETRKPASVFSLDYPVTSAAFDDRHATLVIAGCGHAAIDVFDFRAASDSVDTAAL
LSANTLGDFT*                                                                     
>Ttra_AMSG_04814                                                                
MPIIGMHIGMEGSGGDGDGVDHALTLVDLPVELLFLVCEFLSPYGVVVLSHVSSLFRRLLADDLLWRAVHRRCFGENPPQ
SEIEVLDIGLYARMWRVEVANLSPARLFTLKRAKRESPLMVAAWRAWGLALDARTAAEAAVSNVERLRWMIDAALVLWWG
EYFDEAAAAAEAAAMEAAALVPTLDTDAIPPWAVADDCSLLDRLPIETTGVPQACQALGLRASADEPTSALAIAAAVLAG
YVATTPMARVAHLRRGGELWAAAVTAPGASPPRTAVQRAFELLQCAARVATDAGQAEDALELGQATLAMANAHTEVLGEP
GRMYYFLAAAMLAHGAYVDAADHFALYAASGHADRIQYSSSRFLELSILCRALGEGLGAACEALAVAADADARFFDSAAY
YRTSHVLGLLNTADMDGMQSYLAHARLPPDSPRCQALRELVRRHMPGHGLGALLGDDEYEYYSDEV*             
>Ttra_AMSG_04923                                                                
MESELDQFREEWLAELNESHAVNREILAEETADEARLRQAHELFCRAAALERSGQVTEAMHTYREAFILDPDVDVSNRHA
YAQARAAAAEVAMAGRDDGGMPADARPATLADDDGRVESGCDGDAGDGGQDLLAHILSGEAGRVALSHDDADGGDEGCAG
SGLRLGDLPLELLLEILKWLDVASLESIARVCRLMFVLSRDNAAWRERLHRVSKPVLARLLPRVGYSWRTALACCPLVRT
GGLYICRETYYRRGGQRCRNGTIFEPMYQCVYWRYLQFHANGEFASLCTPEHPSRVVRWLGSSWTIGEDGAEGRGAGGRY
AAAKHSKSRPLRTGSFVQRDGRLEATAQDSTGSAGSSTSRTAEFVFRMRLKRFGRPATVSAARTPAQVWTLNAGKIVLES
YAAHHPSGKVTPYLNKPQEYHFVSYDELARLEEAPAPEEW*                                       
>Ttra_AMSG_05358                                                                
MFHRPTHAHPSATSAVRRLMREWKEIAGEEFEGASIAPSEQNMLEWHANITTDSGPYAGAVIHLVLDFPVDYPSRPPAIN
LASLVWHPNVFRNRGRPGYYVCLDMLKHYSSSAPFAGWSSAYSIAALVRQLQSFLLAERIPQDDGTVVDFNDYVRPEQLA
KTLTSAASAVCSCGHSGSAPWPPLCGSEPGASAAHPATDSGVCGDVADRFDLFALPAELIVAILCKVDRASLVRLAVCSR
RTSAFINDFGLLARSDLVCFHTKLTVAEDVMGIPLAVARHRSGAIREITSTLDVISWTAFSEDGLRTSAWGGHFQYFLPL
AIDALRFDDAYPVLLSEMSELTGERDDRVPAAALRSLITFAASLIVGLMTNATSKTNDDAVPRGVSDKALRGFCWAHHLM
LALVARHPELVDAIEAEIEDFVTAPQYRHKRYTRSLGEFIVKLLLSRKHKWRVRIWKLVLLESLDRQVLWATRTYAQLHC
IAGEDRLGWKQRAQLTFNAAETGIRLIAFQVYFLHLLHPASARVGDESGSLSEDSADPLATALHQYNARSGAAATEAAAA
LSAASKRIAAISSWNEYFTCIGAPPLPLDELGPLLERAVASSARRGYHTPPQSGLWWA*                     
>Ttra_AMSG_05421                                                                
MLDYFCMLFPDEESRAPGGPGQACWEQALAEARAEETVRHSSENLVALAAQETALIDIRKSLAQWEVARQRMARERAKAD
ASGTAGRVRLAARAANDVVIVQRRIAATSPESLAAGLAGLAEDADAAGVWADVDAVHDFARDVDHRLAVSVSVLHTIEVR
AAEASASLARLSDAIARIVRRQYRRVALRYHPDRFAGAEVDEAQAAEAAFADLGEAYVTLANAALRREYMAMCNHELFKL
AHANDVDADTAADLGRAQVLAIESGAPDQMRKVEVCVARGERKLQVRWSTAPRAAMIEIALIPPTDALRTLHLSPSPLGG
STVVAVHSPSVGLHQVVARGVNSSGDGPWSFPAEFTIDEETGELTAMSAADLAAAQQAAAAQAIAEIKTRNRARRKARAK
ARAQAAAASTAEPDPPHLVAIHKATRTLFKAARKHSPAMMVRALAGLPCQRATAAAVNGANRAGDALLVVATREGDEDAA
KWLVDHFGSCGLDCNAVDNATGRTPLAWSIVSGAEDVTDALLRLGRRTIDLDLPDFAGWTPLHFAVRAGKPRLVERLIRM
RAPLNAASYECPSVTPLHVAVEHSDAGMVAHALAETDVSPLGLALMKGNDELVLLAELVRLTLLSDRVELLLQLVGSETL
NASRDDAGNSVLHAAVALGTEHAQAVLGEAVGAGAECENAAGLLPKDITAVTLEDVLGVREEEAGDNSGDEAAESESDSE
EGSEHVAGPSGSKDVVERMEDESGAGSLDLLPVEIIFEVLRLLEMRDVVALSQTCRAMRALLVDNILWRKLFRRAFPG* 
>Ttra_AMSG_06428                                                                
MADFTQTLPDELCVHILSHLDVASLAAAAQTCTNWNRLAADNSPWRAATHREFPGDPLVPALAPLTAAVGWRHTYREVAR
IRANWSAGRCALRFLTGHTGGVWGLDRLTDSGLLVSVGFDNVVRRWDLRAMAEVDVLRRLSAGPNNFRAVGGDLVVGIHD
GAINIWDLPSRSLLACLRTPYTNLTAMRAWRASSGLRIALGTSSGDVRILHVPLVHGTPVLDEAGTANYELELDETPHED
AVRSLAVADDGSAIVSAGKDIAMFSVSPPRLVQAFPGHTPLSVSAVTFDATTVVSGSGDRTVRVWDVASGLELAVLEGHT
RTVSAVAMAGSLIASGSSDGTVRVWSRLDGTLLHTLTLPDPATNSGLGNPLSLAFDPTSIVVGLRTGSIAGIGRRPARRV
GRDRCAGYCLGNGSDQGPDMAL*                                                         
>Ttra_AMSG_06972                                                                
MSLKAERKAARMERRRQRRIARNENLVAAVRRGKHVACPGCDEVKSFRDYVFTLGDKSGRFRCDACIAAGIKAYDPSDAL
GSSESSGLQVNEVELAVSSPPAPASAQQQELLRHTPDSSDYDSSEEDVFTSSTSSLDGVSAVAALKDDDAVFAGPSEEAV
RGNHGVRFVAHRGKVQELLFGIKPTTSGMKRLRGRRRVPRRPPSSTAGATRARDIVRQQARLLRQIERQHAGISTDSESS
AKSISVYSTSSMVTPHGDAALEFALLDDQDAWTYETYSLPEEEKGELGSLSLQDQREEEYFARRLFFAKVAASTLTHFDG
GWLGPGVSMSSVTARPPLTPRGYWYGAKTGGRKKRRTERDTGAAATGKGKEEADEPTSDEYDEVADLRVPSWAASGEATV
VDLPVELLLEIFKWLRPEDLGRAVFVCHTWRIVAMDEVLWRRYAASAEFEATSSALLARNVTPGWRAKLPGEPCYHYVLT
IRAREARAEREERNSMARRAILNARNDRSQQIQRAQIVRSDALGQTGISCYSLVVAMAVVAFTVLLALQLDGSIDLTWNV
VFSPLYAALGVLFITLCCGYALPDVDVDEAGTMCCFGLVLLFVAIPFVFIACKLDGLLNWHWAVVLIPTYIAELPVAALV



LLAFAEVVDDMLYEGGWDSFFKSACALFFILTFGVMIASNVLVTLFIEGQLAPSTTIWEVFSPFFVQSGLWLIGGLMMCC
YQSIDGYWDFPLEAVMAVLGIVAYATMMVVLVAAYSVGAISSFFYVLIPIYIVACAPFSAVCVLWIRSLKRIVPASMRLS
RARESLRVFDRDMEQGRTPWGHVGGASGGERRGSIAMIPSWPVPQHRASLSDFGAASSSMSTSSW*              
>Ttra_AMSG_07062                                                                
MEDTWREQEGMRGVEEELAEVVDMDMDMGMGMGMGMEEERGVSFAHPYVAADGETKYSLPPAAYPPPGAVPPPVHVRVWV
DEFTSWDVATQLVALYTLITSLSLTLLTALTAWLPLASKRDFVAELPGNIVRSILLYLDMRTLAKATQVSRAWRARAEDQ
QLWEGYCKAGWPMHVRARLVAQEEARALAASASDAADSLVFWKDVFRERYVVDAGWERGLFAQSVLADAVPRRCFDFDDD
VVARSGKIVSGGFTSVYVTDLYSGERMSSIDTHHSSWIYSLRYSTAFDVLVTGCWDGLARVFSLSSGKCLAQLEGHKGGV
WSIAPDFAGNKVVSASNDATLRVWDMNTTACLNVLQGHASGVYDVQLVNDGVLSSSPLVISASADYHLKMWDMRASGREA
CVATFKGHSDVVSCCQVDGTTMFSGSHDGLVKAWDLAAGKSAPVANFTGALHRIKCLQFDDAKLVAGSTDGTVRLWNRRD
VKLGSGGGSAYDNAYEPMYTLYGHTSEVSALGFNDNKLVTASRDNTLRVWSVVADSGLIAEHEAAKASLSAADAAAIRTA
LPENPNPLSLSVLVSDSPGKTPSSPLKSRMRPSSASPSRRPRARPSSGARPQTSSGARRRHRDE*               
>Ttra_AMSG_07360                                                                
MSDEYSEYYESDDGAGEPGHRERAAAGRARRWGRRDWRLLHRIFRYLSVTELATAAAVCRKWNVSIDNDTRWSSLCQEMG
IYKRPFKDLPWRRVYIRALATAKNFNSRTSSYTSCLLRKGHKDAVWALALGKTKVYSGGSDRVAKMWDVNALNCRETLKS
FEGGVWALDYDPVSGLVAAGDTEGFVHVFDGETGETKSSFQAHTTTVSALQLDGGSLITGSFDNSVVVHDLETQVQTHVL
QGARAGGHKFHVWCLQAAHGRVVSGGWDCKLKVWDLKSATCTANLVGHSGPVRAVAFDGARVVSGSWDKSLKMWDLAYPA
SPLHTLTGHSGPVSSLAVDESKIVSGSYDGTVRIWALAGAPPPCIRTLKANTGGVLAVALDWRRVYAAGKDKKIRVFDFA
AE*                                                                             
>Ttra_AMSG_07658                                                                
MACGFSALPTELVLLVFSFLAPSELATAARVCRAWRAAASDNAVWRPHALQRAWHPRTRLSSCDSPLGTPRAVLARVPSV
RLRHRALHRVLWPADEGRDEGGGGRSDQQSDENEPVAAASSSWKQLYEQRARLRAQWQGDGEAWASVKPGHTSRITDVAV
WGELVCSASRESIRAVRLETGDSEPTRLCDNVRALALMLGSRAADGPPLQLLAGLDSGVHCLAPDSGVHTAHIETPTGVV
ALAAGETTAVVATRGEAVLVYDVDAGRRVWASPSLGAEMPGVACDGRHQAFVPVARAVHVFDTRAAAAAGPAWTALGANG
LITGIVADASGAELRHGPVPRVMTSDLAGCVCVWDMRRGEIPLTRLTCGSGAPLLGLHANDAAVAAVTFDKRIEVWSLDA
DFAHLARLAVKRSADEVVVAADAVVEGAVTLGAGCIVHPKAVLRATAGSALVLGRGCVVEELAVVESTAADGTMVLGAGN
VVCVGAVVRDSSLGDNNLLRARCVLDSATLGDSCIIGASCLLPTGYVAPDRASIVGNPPVVATVHPAVAAVSATRHTALR
DLLGSALPKFHHLRDDVATSTGS*                                                        
>Ttra_AMSG_07686                                                                
MALLDSLAAPSGWHPSLANEPGDGGGESDALGPAAVIVVRSNDPNSTMDQKWISPACAMVVGKSRGCVALMAGHDAMRMA
KVLALGKPLDDLPPADPAEMWLVSLPDELLLAICSYLDQPSRLALMQTCGQMQRVCGDASLWRTLTLTHPNQGDWELLDL
LTQLPASARTGVTKLYFAQTWITALGLLCSLLACPNVTDVDVSALRNRQEQMPLILYLLRHYAPRLTHFDAVGACDITRS
ITLTSPLKHMLRKRLTGGWELVSTGMLHPGTFAFLPSPTALRLVYIKAIEPMPGMHMHPRWRVDRVILRLSDPYGRAPAA
YAQSIILPSKMWEVVVPTVEADANDPTRTRITWSESSIVVSSTFVSADPVDTDESTSSPRYNAM*               
>Ttra_AMSG_07697                                                                
MAATVAWLSKAGPADYLPRELMFMIFSYLPGTHLAKAAQVCSTWQSLAYDPLLWRRLLMAAAAPVVLAPNPSPRKAFITL
FRTRRIWRRKLAGGSSRPPRPMAKLAAAAPPPGSQAALAVAASHEPDPNRVTHIAAAGDTLVVATEVHPALRASALGSSG
PSGSSASSFRRDAPRMVLAVYAGGNVRRPVATELLPVVAGSVCVAQTARGATVVVGCGGSMYAYMLASGKTELRRIGKLV
AHLGRIIALAASAGRVASAGSEGSISVWDAPRGTMLFRHEIEAGFVGLVGSKVVVGEPCAAAMTVLDGESGELLAPAALP
DDAEGRMVSWCCVPGAPRVAASTTRGQVVVFDVTDGAPVVVHSLRARPHPG*                            
>Ttra_AMSG_07760                                                                
MLEDLPDELLVSILSHTPAPDVAAARAASRRLARVGADRAVWAAALARDHALPLRALPPGLAAAGPMAAYVAVTRWRPDR
WRGLRGASWRSPDLAHLRAVWTLDVAGDAVLTGARDSRLRRFSWPRECSAGGEMALDFVLEGHAKKINAALWLDAAGVAV
SGSTDASVRIWDLAAAEAGAQDPCSAAIPLAASVLTLSSWLPHAASPAPTRYPGVFPHAVAGLHDGSIALLDIEVGALVS
DAGSAGGSNGAVQSTDVAVVGSAPVVAVGSYRGQVTWYDARAEAAAHSVKVWQPEVTKVIFDRKPTKVHVASRAGVAATY
DIRALGRPLHVMDEHGDVIRDMVYVPSAGRLITGSYDGLVIVWDAETGDVVRLCDGHDDWVWTLAAGEEVFVSGDHSGIV
NVWDLETGAWCATLPQGHLPAGPVALAMSDSVLAVTAGCQLAVHDVVGGLWPELNDPALAASVPSSAAGASIRPRAANPD
ESWCEWLTRLVW*                                                                   
>Ttra_AMSG_07832                                                                
MASEPNVTRKAETEPVAREAECGPADDLALIEAQVEPPRACTGPNISRNLMAMKKTELVDMAKKLGVSSRGTKAQIVVRI
AGAGEVVPDMMPPAKPLQAELAPHVINFAPFRSFAAVHAEVAQQSTKAIRAWLKEAGVPGRSKMSAAEARRCCAWIQYRS
SWPSMLIELPDELLLLILHYLEVPNLVNILMTCRRLYAIGRDNLLWRAHADAVFETLSSNTLVSSLDCRTPGVVYQAILD
AAARRCPVCLCAVGKVRGADWGPDPICNDCIMFYVNSSAGRRDKISYSRATIQLGLRSADLVGIAAERRVNSFGMPIRLF
DGKEIIKAVTAKYGSVAAGIQAANPRRASSISLPRKRRRTAMKILRNYCLPRLPLWAFDDRFSPGPLAIAGDPSPPPPPP
NPLEIVLNNPKTAVVLPSVRGKVEAYVAGSLPRGQFSRAVKDITSSYILPILTRGIRAVLAAPPHSLSEAGIDELLANPT
LARNLFAAAEELIRRKERMAPSK*                                                        
>Ttra_AMSG_07871                                                                
MESLPTELVHHILVQLGVSSPASLAAVACTCTRLASIARDPFLLRRIYRIRLAHTAIAPIHAPPEGGRVADTDWRGMIMA
LDSFLTRRPVEIVISAPSTTVVVVLPLSAAIADAREVVAEALGWPAEEMRLELGGMVLGWGLLHPTASLWRAGVVPDAVV
MAKMRLGFGNSRDELATAQLYSVESLPAAMRGFRDGMAPLPWAADDPWRLHMLQAPMAALAPIKFALNFPRKHAVFQFSL
AMEVVVELLAAGIESVPWIFTALWSVVSLGDTTYVVDGHGYFVAATGTFASATCSGLTLTTSLG*               
>Ttra_AMSG_07907                                                                



MAAAPDSARLTLEELPVDVLGEVASYLSCLSLVALMGTCQTIRQALMHDALVWRVRFGVADYEAFARGLCAPPGTVVAIS
SSNNRYTPMELFDLAVVVPGGNSCGDAESIKRARASRAVADAHEMIAMLEASGVASAGAANTVAVFHDHVNGGSFVTPMA
AHLGARMMAAAAAVGVFVPDSIYSLARVDGDDDPLQLGLDTLGYVPGEFLAATSRGRYRFSSIAIGSGPQPEQLRWRFVL
LVLMVQAKTGALSDSPQLADALLPPMTMFSSTPSVQGQGQLDELMEACKFMEFSIYETCTPNWPPNRYLSVPVFRVRELV
EGVDSFLEHVVSNLAAQEAR*                                                           
>Ttra_AMSG_07953                                                                
MASGPPSLPSPSTSSSSTSAGWFTPSASASDTCDDLWSADASAAYAPPVASATSGSASPTSASIDSTSDEFFSCCSPPLS
PVSPSFPHHPAPPPLMGDLAPLPAELVLHILRFLPLRQRAVMREVSRGCAELASIPLLWRTVRFSRHLALSRFDGAADLW
LAAVTRAPYLTSALRSLSLATCKDVTDTGLALALPQLPRLESLDLSRCWGVTDALLASLALAPAAAHLRSLNLYMVYQVT
DVGITRLAPATPRLVRLNLYKCSLVTDTGLAVVAASCPDLVELTLYGLPHISDAGVAGALPLLPDLRKLNLGSCKQLTDA
ALINAASLPALATLHLLRCSAMSDALLRCLAASGTAASLVSLNCHGLAKLTDSGVVVLAAVASDLERLNLSRCTGISADG
AIAIVAKCRTLARLTLDARAISPELSVLAASRAVELVVA*                                        
>Ttra_AMSG_08488                                                                
MRVKVKWKKSQLEIEVDRSAPVTAFLQQLQTVTGVLLAHQKVLVPGGRLRADAVWSDYPRMKNGCAVMLFGSPSVDPRLQ
SHIFTMLPDELLLAIFRFLDVTSLARARQVCIRFCAVASDASLWRPVCDAGEFRLEHVLDASIRGDTSLHRFHRMFCHNL
NRARTWAEADVDCTLLAYGDTAPRTLHTLQFSPLFLCASERRAIASPESLAAPGKIHVWSMADGSPVSTLTATSSALIHF
RFARSTLVAGAADGARVWDLDTMACRGYLAAGDSIAAVDVLPSANACILAPTAAPGLALYDLETEAQLRCLAPGPLAREC
LRPSWAFVDFTARTSRSAVPLWSMVSLRPLAHAAPSEAPGSSTADALPLLDLDTISGPLAHDPLPAATGEDDSGFAQPVP
APIISHILHDAAAAANPFMHCSAASDHLVAGFTPSQAYVFDIRAPLPVRSFAANSAGRNSKITPNLHGALSASGRFTLTD
LGTSKPILSIRPDTDITTHAQTHAMDFTAVRAVFALATMRYPVVSVVDLQTGDPMAFLDDPVLIDRVSGGARGNGVYFPG
SMSSLLQASHELVVCGQRTDGVSIWAAGLAPF*                                               
>Ttra_AMSG_09004                                                                
MGVCLDPDHTGVVTEYMDGGDLRQLLRAWRAAHSEDGLAYPYPAPSSPLAPLAFASRKTRVRILLEAGIGLQYLHSLGFP
HRDIKPSNILLEGRMFPVKLADFGMSGPKAALSGGGGTPRYSAPEVLLGAQADAASDVFSFGVVVYEVLTTTKPCLRGRN
AFASPVAEPAHLETPSLIPAHTAALLSAMLAPEPADRPSMATVCEALVALHDSLWAAPAPILLVPDDIVLRIFGFVPLRQ
RASLRAVCRAWRAITESHALWAPDLDEALVVDSDERIQLLLRAPYLGVAHWLFGLTSLKVGRHVSDTGLHILASFCVQLV
ELDLSPALLVSDLGVRDIVSSLTDLTDLDLSECKHLSDRALQYVGESCASLTKLNLDSCVAMTSAGIKHLAIGCPDLRIV
CLAGIATMGDPALLFLASCVGLSEIDVSGCAAVTDVGLSALAASCVLTTVIATACPNLTSRGVREVLEYSANLRVAIFND
CPDVGSDAFADYVPPRLRHLSLAGCRRVGNSALRLLPPTLELLSISSCTRINAVGYASLAELGLTALEALSLRRTSVTDT
QLEPLLVSTAGALCSLDLTQALKIGDAGLHAISQAAPHLRRLALGGCHRISNDGLRFLTRGCTQLTELFWTAVPRSTTLA
WHISQT*                                                                         
>Ttra_AMSG_09149                                                                
MSRMTGKVWKQAKGKRKSWYIEDDHMAAERQQLWLQALHEVEAADNAAIVDAIWAWYKKSYRRRRSWDVAITTEGLIRCY
VERHGPGFARFFARHDALDPNAFGPQSSSQNGVRFVERGSREWFVRQAATGAARSDIVASALPVLTISLKYDPHQMELLL
LLAALYRLRIDVVSTTVRSWLQPSHHSPGCEDCINVGGVPHDRRTTTRAAVRLLFTPSTSLPSGPPACASLAAAKTGRIS
KLMFLSDCTNAMPHCLRRSRRKKNRRLQAVAAQLSASPPAPWTTLPNELWSIIMHKLAADAVADIVALSATCTRLLSLAR
DPLLWRSIARRVADASPAVMAALAEASEPGCDWYAYFQAAILPELRSCLCPAATTVPLLPGHGHGYISVHTLQSERRTQH
TGARSCAG*                                                                       
>Ttra_AMSG_09168                                                                
MDSLPPELVHHILKFVPLPTLGAAAAVCSTWATLATSPAQLAVLDTSRLRHVLQEQLLALIGRAGHNLAALRFVLYSPQA
SGSYLKLHGLADLLAAHHAGTAVDRPRLPKLEMLGGALPADVLPLLAKHAPRLRVLALRSWRDAELANVVASSGQLLARL
TVLHLAHVPVSDATLMALADALDGGPLEELAIDGTFGDAALSQLLACLPRLGTLALNKTSRLSELGLGEALAGASGHLTA
LFCNQAALKAPQWEAASLDEPPPVALSVLGQLFEHKSEPRHPFPPPFARMYSPGPLFTALLWPSLTHIACDSMVLSPQIA
ATDLALAALLFSSWKTIEEIVVWGAPVSIAALAAVLSDALASEPASRSPPLADLVLPASVAAVDELAALLSVPGLALRKL
QLAELAQGGDAECPVPANLSDLAIARYTHTGEDAVLAALLASCSLERAKFGRLASPVSAARVLACLNGCPSQALKLVELH
LTGPSPDDLELTCLGQVQDAQLSWQSGSALQLVARMPQLRFLSLSGVLGSLPELLSCTPYLASLLLESSEWEMGEAASNV
CLSELHTLQLKKTRSPGSEAELDAMLALFPRLRRLRLSRTPIDGASTSAVGGGINLLYAHQRA*                
>Ttra_AMSG_09196                                                                
MSASSSPHSALESCSVFDELPTELGVLIFSYLSASELASMAAVSHRFRSWAKDDLLWRKLCAADWGCQPHAHLDQVLPPE
SEPVGCWKEVYHGWVMFFDGIPMEYAQEMGRVLRRLVAAADAAVPGIADTILPPLSRDASRAEWDVLGVSPPMSIRALYS
WLGGQNLGRDVKRALEMCLLAASDQLYPVDIGSGVGVGFAASTVGGDMRLYAVDPEGMLVRVCSSGLMPMVSQVGDDRED
PLLCWLRTYAERLESGVFGADELFSAGELGPGASPLVAISHFPQSGAGYYEATTRGITVGAAPALVGDSEWAYRITVFEA
DGGAELPKAQLTTRRWVIDGEDGEHDEVEGPGVIGLYPVVEASVGPSRAKPFRYVSRTLLTESERGTMGGAFKFVPGTID
EPAGEPFWVHVPTFELRVDDVLF*                                                        
>Ttra_AMSG_09253                                                                
MLQGDGVAVVPAGEVADRGGEAEVAPAPAASEPASFGELLARTGPVEALGEIWVQVFEYLPTSDLRSLPLVCKRFAEMMR
NYSNQLWRAVLQRQPWRETLPRKSSRNLREFYKFKTLETTRNWREGRCVFTCLWGHTDYVCCLNFDDKVLASGSMDTQIR
IWDIHGDRSCVAVLEGHEGTVHQVRLQKDGTLASCSGDRTVRVWDLNTQQQVLSHTLMSSNSGTCPVYDLKSNGWGELVV
ACHDGSFRFLDTRVPGLEVSRVLEHTGSVLCLEWDRDRYVVTGGTDKICRTFDRRMNASLCTFAKHRRACTTIAWDGPGS
NVISGSFDRTVRLWSWSTGKGIKKLTGHTESISCVQVHRKRMVTGSNDRTLRLWSLKSNRCIQTFGGFSGDVFSLQFSQS
LMVNGSCRTINVWDFEALER*                                                           
>Ttra_AMSG_09425                                                                



MIDRFPDELRLYICEFLPTRDLLALSCASRDWRRLATDSLLWRRRYACELAPLMGDGCVTSGGSDGRDEDSDSRESEWFV
RYGLTMRVLSRLARPDAAASMERVALADDVHARCLAHHAAMDVLLAGCKRGVLLTTPLSNRSSTRGDRGRRSPVELVPTA
VQVADRDAVNSMCLLPGAPSLVALGLGRQLGGSLVFDLETASPVATLTGHADSVFALAACAQRPWVVSGGGQDDNSALVF
DVNSPDAALRTLPHRGSVRALAFDPAAPSVLYSGSLDKYVRCWDLRAPAREPALELALAAGVHALELPILSSSGDGQTLV
VSVGRPHNAVYAIDTRAPHAGPTVNARYHSSAVSSLAGNAFSLASVSYDGTVAAVPMASWLAGEVTTPTATYGIPKTAKG
RVARGEDVLALTARNVALATASSAGLHVWV*                                                 
>Ttra_AMSG_09630                                                                
MWGQRFPARAYRQAREVVLCSAKYRPLLLLVLAWLDGPGLALAARVCRHWATTVATSDSLWRRLYVRHFARTLPLSAAGL
PGGSGRPGAAAMREVYTARYAEEREWVRTPLRHLELPHPLAGQPAVAVLLAPPPKSDLILIGAHGTICGYAAIRASLSLI
ANRGLPPPTVAFSTGYPLACGALSPGGEVLVVGGSKLAKWDISSTLPMCVAVFVGHDDAVTDVEPAWSARNDLGLLLSAS
VDKTARLWDGATAACLRVFGGHAAGLERISWLASAEASHFVTAGNDGVLRVWRVDSAKSLLSLPSSKGLARAWAVSPGPD
YFVSGHSDGNARVWRLDSTRGSPAVDVVLVGHRAGITALQVSGSKLVTASDDGSLRVWRLAALGDSARFAPLHIMAAHAS
GAESMRSSKKQPSPPSGPRPPRGPAPRPPRGPRPARGPVVRPTHGASTALPPLTTRGLATRRPESVSANVFTASEWSQLA
LEYPDIRAEVETVRGQAGKAKWSRLRTMLRSSVLTTINDRVLEAKHWLRISTSATPQDYMDYLTRWQRGDTEPSFALQAE
ARAQFRPRPGGTAHGPRARARLAASIREQRREAAAASRAARAEAALSNPVELPRSGLSSATVAERALRRKQKERAERSRQ
RGLLSTRCFAFKPSLAAAALKAASQSFKALEPQSRQKPGAVRKGDGHSALRQLSLSTLSSSTTASSESCDFNTAFIASVS
STKPRPAPTAAHQLRSLRRRTSISGSRSGSRSASRSESISRPSSRAGLDAPVRPPGPVKTSTAPDLWAAAGMAGPRRGST
PREAMVVPQLAVNIVPTESAASTPTGSWGTSGGLQRSSPKRRRQRRRAQSVSGKSGRRASMSSTSSCTRDDTNLLSPRRT
KSTKAQVRRASLAGALTSLAPRPFDDIAEATFESSMAMANVMLQSVREVHADSQTTLDSSASSLAYSNLAAFSLKTKSGT
SSSSSSSSSSSGSGSGSDSGSDSGSDSGSDSDSGSSTSDSKTESTRADLTETTSMQTEGTDLVFQVRPQVARMRTVGKGA
LEVDHGSLSEVVFDPRATTNERDVDKYSTRLHRDRVAWAARTIVLGSPVCAMAFEDNVLVASCIDGSVHILAFKPLHAID
YADDEDSGQGRFPWHLVTT*                                                            
>Ttra_AMSG_09632                                                                
MERIPNSVATSHPNLSLTAGKSPRDSQPNVHTVQSLRERYRETVVMSLALPLLMALLWTLVMLMAAKIDGFISLHWALVL
APLELVVLLLPFARTIDRFYIGVNHKPRRVRWWVVSESLAGCLALAVAGWVVAIGARVEGDITWPWSALLLPIYLLVMGF
LALNCAWCVDVGWDRTLHDSGWHRVTGIQTLMAATTMALALPTFIVFLGLKLHGTVAWNWWLVFAPLLIAMAVPVIGLIG
YEIDLYFDGSSQMGTYFATCLAFALPLFVFVTLVAALAAKPGAFSAFVLFVPLYPTMLGELPDSYSSDLDSDEGLLVRGE
YPACPVRRHALYLEIRVPSRINAIAGMLEGGLPSRGRGESADEFFVDSDDECDAEADVATGNVTIAQLPAELMVEIFAHL
DLISLVRCSAVSVRWRKWSREPWLWQPFLSWDGMQAAIVAVGMAPAPPRTSIMAQICIEPMQHEKGHCYAARFMRARKQQ
RAQNRIDLLATKRRQAAQGFASQSAVLIKRRQHEEIKRRRTLAKCVVVGVTLALIWLTVVLAMGKMGGMIRLGWWVVLLP
LATVSLIPPCIPPIQQWYIARKSKHVRMGVSWLVAEAMVTAVCVVVASWIAAVGLRADGIVTWSWPVVLIPLYLMTLAAL
ITLVALWRGDGVWRVRNWHGRRDRWVGASMVASTAIQAVLLPLGVVFLALRLGEVVAWTWWIALAPLLGFFTAPMLGMLA
IEAGGYCAYRRRKPGGFWAVWATCGPAPLLVFTALAAAKAENPTSISASVLFFPLGCSLFAMSAAACTILSRDLSIQCTV
LSTLQEPKYVLDGSERHPWGVLI*                                                        
>Ttra_AMSG_11004                                                                
MAACARVCQLETVAAWSVLPPEILSHIVRFLPLGKNWMAMALVCKAYAALVSDELRFAARQLYGLAYQVSPYERASIDIS
EWKPHLLTRRHWPQQLAAATARSVRLGKYLALPLQDSLRALASEIADSVASIYASHLTPAFSAAVLGIELCATDNADRGE
IMLVLAALGLAAELPGTYARVVVGNPAAVASQLVSLGVVPRRRSASSPRAGPRLVGTTIRLPGVTGKIKLVTGHRPAADI
RVNDSIRQVVLAVKLVSRTSALRAAPPLSARRRRRLASLGELTVCGVHYADLARLALTRFHVASGDAARDDNSLAALRAA
VKTFTS*                                                                         
>Ttra_AMSG_11204                                                                
MPIEACVGRKGGRDGRGSGDGDGVEGQSKAHKAMRKRRGKKGKRERGWRGGGGGGGDGDGDGDGASRSGSSRRRGRGRGQ
GRGRSRGRGRSRERGRGRRGRGRGRGQRRGRRPLQQQIEPDAGFRPAPPLRHELRAELSGYSDTMWDNCVWDALFAPPEM
VGTSPIAIVKPPPTAAVCLLWAEPDVMSESLRAAELPAHDLLDTLFGDMAAICRASFVARERGKGGARILYLELGSPWEA
AAFRAVVHNTLVSELSCAPLAVETVDVLLASDELECIDEALAPTMTPVGMVPDYALAATIEVGPHVTTGLAEPFRATRTE
VIAWAHALRGDPATAPVHESGIHELVEAETEPDAASAAHAPLLRLPQELLVAILVHTNARTVIALAGTCRTGRRVAADPY
LWRQLLSVRSSRSRCGRGSARWQWCTTHRWRPVGGHSTLQATPGCMLFRSHRSRLCGRSRGASHRFSGRQAFRRGRHTRS
FRCAAPT*                                                                        
>Ttra_AMSG_11290                                                                
MASAQHLPREILLLIFSHCSTLTRIRARSVCKTWHAAVSDPYLWKTVAVADMLIPFPAVDHAWLSTFAEAPYLSAVTTVD
FSFCVAFDGHMLAKLASLMPRTTSLVLEGCTALGPSSLALLAPPSSHFPSLTSLNISSISKLNMGNETLSLLRSLPTSLT
ALDLSRTSLLFGYLPLAHLTNLSSLIMRACTSTGLSWHAALPDFSPDQMLSPSLTELCLDESRGFNSRRITQALTHVTAL
KTLSVRRCSSFSGTAIADVLAQNPNINKLVADNLSVGDQFAQHLAATCSSLTSLALSFTSVTDVGFTHIADANPKLRLLN
VQFCSLNPALFSSLVVRLPALTSITLSRCHVPTDGIFAIADSCHLLQHIDLDPAFVEAHAIYYLVEQARDLVRINGTPID
DRDAWSIITGDTPITPNSIHAVRLKDGVIGVELGLRFPDLDLDPAKLFGLAPLPSLRSSSTSGAALPTSARAADRGVQNF
PFRPTRVKDSSRDTSVVIHCIVAQEPYRDRAVSLEELRAHYYACYANAACRPIAWTTVAAALDDKPALPS*         
>Ttra_AMSG_11707                                                                
MSNAMPSWFFTRCAENPGAGYAVGLPAANVVMAESYAIVSDEVPDDVTTQVELKLDLKMCNNCGRRMPKEVTRSENWADG
FCRAYDMVYFCQPACKRYFLVPEWNHAERGSESAAASGHQAQSQYGMLALPDELLVYILGSLDPQAFAALAASCKRLWRI
AHDRRLLSKMLQKNIYACKLMASDTRLPDRGAMSTTWLYMMATSAEESTDRQDFFNCAWERGWVRIAVKTACKLVSEFPG
SSEELGLLWMSSDEIVADAKDAVSAGMLASPLACVEAEVIAVVQRAMVRGGERAHRGRELMAALAPGSSLVRRGSWILRS
DVMAAVETRFPHATSSGKVRSLVIEYLDNGGESTTPADLVRNFSRQETMFAPTADVDEWIPIPALAAARTAVRNGEVLAP



PLTPRLIGVLSATSINKVTTAWLDARVTKATTSEELESIVAEASRWPSVIAAERELDAAVYRFWFVTDKIVPVEMAALKA
AMAKSGIPSWRHNVAAMFLMPAAADGTVTPRTLDHGAHAESDAIAGAMAAVVSALVPFSTRLDELRSRRIVAKDVQLDNS
SHHLVTDYVVNGDEATLEELKLLRRLDWEFWKPREDEIWERCGGWTGGLSVLRLAFEWMKPTASQAQRIAFLKKAADFCP
SLARHQDDLHDSRNILDFLNQGVGSAMFDFVKTNVPATDHPSFHTRVFRWIDKMDTICSCTATACRVHGTYDVPVSVCNA
VIRIFAASNSIPELFERLGDTSAWDTVGFIGLGNMGAHMATNLSKAGHPLVVYDVFPEAATRLAAEAPSNVVVAGSPADV
GASKAEVIVTMLPSSPHVESVYNGPDGVFAGAGDASKFCIDASTISPPVAAAVAESAKSKGHVLIDAPVSGGTIGAENAT
LTFMVGAEKAEFEQARAVLGRMGQNIVHCGSHSTGQVAKVANNLVLGISMIAVNEAMNLGVKSGMDPKVLAGIFNTSSAR
CWSSDTYNPCPGAMDGVPAARGFTGGFAAPLMAKDLSLAIEAANAINAPLNLGSSAHALYRLMCTNGMSDLDFSGYWQML
QDKPSSK*                                                                        
>Ttra_AMSG_12148                                                                
MAGSGTEKGSGAEEAKVDLVRALPHELVLLILYQLDVDDVLAAQLVSKAWAAAVGDEFLWRKLFAKHLPATPLAEVRTKV
DGVAGGWRRYFLWRFKVGRFFEDDRPCPYARATTGRSSCFYCRTPIAQGAFRAAIVIRGVQSVPYVHMGCDLATRAKHMT
TAELAGFVVPGAAHLDLDADDKAELGGWILDLLDLRASFDDAAFNAIAKHKATPELRRFSASFRAVEAPACAGITHPDGF
LGGWPPKRTKCFGPRIFAPSAMNAWQLERIFPLAARSAWADFDWPLEDAFDERTNYPEFLYLYVAMQDLPAELLGEIASW
LDVVELSAFSAVCTAFRAVAASPLTARPVLDAWLARDWADPARAVSIIQSLASAALRLANDPESELLLPREVAAASTAEL
ALTLARPHLALPVVRGVLGAVGPVCSNLWPARADHLDAAIAEGCVRLAAAIEAVEARHGNVYLMLEHELQMARRAALTLA
LGADADGLILLVAKHAIARVRSAVPHAATYIPAALGLAAVAANAPSALAALHHAYPSVINSGWAYHGYRGRTQAMTYPLM
VAAFYAADAAAGWLVSIAPEALRPALVDKVEGRFGQTALHVAVQRDVAPFGVVRTLVAAGASTTTQDRHGFGIPELVRGY
RRQDEIEAIFALLAGPSADNDDGGGGVAEQ*                                                 
>Ttra_AMSG_12254                                                                
MRSNNAESSGAPSAGGRASGSGVGRTSSGEKGGARAESEAGGTSTEATEGTRQASTVGKLRDVVAVLVLEWLTDAGLHKT
RQMLETEGMALIRAGSNVEVPRVTLEALLESYTASARRATSHAAVLDKMATLLRHLGSQPGTDKASEAFETIAALVPPST
PLDFITPSHDLFFSEAMYHSDDEGIDRRAKRHRPMGFLDTITATANGDLNLDDCTDSIMPLLPPSPPYPIAAGHFDVVPP
PPPPHPTARTGDSNGASVTASLERSSPPRSPAKRKRRPIHNPFPVAELLCTILSFLDVWDLAAASATCTALHTAATDPYL
LATLVHTVRPPPALPPQRLMDFLAARSSLRRLDLSERTVSFALLGSLPAACPRLEALTLDSCLGFAAFYDGPPDPSVPKL
GIVQVVQALNGSLRSISLRNTRGLNCELGLLLAAGGGNLVQVAVTGSVSTKFSSFDPNHAASLRVLDLAACRGLSNDGLA
ALLAAATGLISLCVARTAVTGAGFAAASLPRLTNLVIAGCMCMGDECMLAVLSGAPALRILDASFLPITNDGVAAIAAHA
PNLTSLTLRKCSHLGPGALAPLALAGTRLRVLNVAMVSELSHEDVVGVIGGSGALSRLVIAGRLTGANWSSLLTTPHLDR
LRSVSLSGLAHLADEVVGTLLASVRLARIAVVDCGGFTGIGFEDLKLGFGAAASLTHVAAYNRALLPLEHNVGMVSAIGR
NCVNLVGLRIDAKNLTRLALLRWRTSHLRELHIAGCEETIDDVSWILPSVFPAYVSKPTKLALPWLSLRSSDLVEVLASQ
PARFLHSLDLHGTHIDNDILPLVFTALPLLTDLDISNCLDLDDNALNGVDASRPNRITTLNLSGARGLGVRALRRIATVS
PNVTSLNSADLPGAASLVISSLFPLLQVTGVGQWLHT*                                          
>Ddis_XP_647378                                                                 
MINQQYMDILKLPLELLEKIFKFLEQKSLCSTSLVNKQWNHTVNLVWHTIDLSKSHSHFTHLASKVKSLSKNNKGGKKIR
VLETICNNLVSNNGFLIPPLSNKNNPIFKKNYNSSSSSNSNSNSNSSSSSSSSSNNSNYIENNREIVPIENNNNIIESNN
EKEFIKDNLNLQFYYNNDNENNNNSKNYNNSSNDNDKELTVEEIIFNKKQLKSNGSRNKLEKEIEDRIEKRMDHFFKSIC
NRFQRVEVLDLSGCTDLKMDSIMLLVRSFSQTLKKLTTRRCKSLSITDERFSQIFQYCKKLTTLSLGEMPLIGDQTITQL
SIHCPNLEALGIARCINITDKSIITLSKALVQYQAKNNNSNSNSNSNNNPNNNNNNNYSKLKIIGLNHLSHLSDECILML
GLSCSKTLNIFSVCNLVNLTSDTLSKIFLNCTQLGSIDLSGCVNADDTVLESIAMKCGNLFQLNISRLPKVTSSSLKLVA
QHCKLIRLLFISKTMVDDDCIVYCVDNLNLLEVLFASHCSNLTDVSIKSILDLGTERLSSMIVNFSSCINISTSLISILQ
SFTKPTPNHSNNNNNNNNNNNNYNSNSNNSSNGGNNNNNSNNNNNNNNYNYGGGSGSGSNSYTNNFNSNDHYNSGSNSSG
SNIHGDSLYSCQSNHSSYNSFRNNHLSNIIDEIELT                                            
>Ddis_XP_639880                                                                 
MQSPNNASFFTTLFKNKYIFGVIASVIVLTFGLFKAIKPSPPDNDKNDKNNNNKNKNKDDENINKTKQHQDDILDELKEE
INKLKPTNIDSENNNNNNNNNNNNNNNNNNNNNNNNNNNNNNIKNKTNIKSSSNNINNKNINQHNNNNNNTQKKKDIELI
SLPHQILYQIFESISPQDFTNCSKLNKKWNSVLIKLDKCWIQYSIDRWNLHQIYPFEETRNKNKEYFKKKYLEEKKRLGF
KPEQYIVSIMSECSEFTEPGRWKSEKIINPNGSWWRKRFIEEMSKGLTMTTFILNNNSNNSNNNNNNSNKNDDDQEDEDE
EDDEEVGLDSRCPTGNIVLNGKVNTPIGAFRFIDKEDALLKFNGNQWLEKHSSDSPYAGDVVGYFNFSLFPLDCDDELFQ
PYSSQIVEFLRVLTFGSRGTVTRLKNQHSVQSIVFERCTLSSIFGKYGFNDGDALLDTDITSNYIVSLIEEIQNFLDKSG
VGVNAVDGGAKVVYTDKTSHNPIRYTGHLSKESLQLQINIWIYNSVILQSKRLWNRRLED                    
>Ddis_XP_638276                                                                 
MEDLPTETLILIFKNLKINELLNVGLVSRFFFLVSSDDRLWKLLFIDKFGYTKIFKNEEELIKLKNDFKNQQQQILKINK
NKQNNNININNNNNNNNNNNILSTSIPQNQNENNINIDNDNDISQHLLQKQINKLQISILYLQQQNLKGWKHSYKKNLLL
ESSNELLDSILKEDFSKTDRLLSIKLLTNNNTYLRAAEKIIVKNQPELLEKVLKYCPIDSVLGYFYIQSYMRLITIAIQR
NSIACAKLLLNYGADVTYSNTGVLLMGCKNKVFPLNGEFGKIIGTFPRLCSSSPELSYYFLDALLSQITFFLCVQSGNEL
TLQDYVKTMRGAAFINKRTGIWDYGHEILRFSGVFNLENKKINITRKSPANNSSNININSNVNTSGTTTTTTILQSPISS
IGLHTTNNSPSPISASPLNSPSPSLLISPNYKSITITDGCGGGGVLGNVRTLNGSSDSESDHLSLDNMSKVRFSQFKMIE
KTLSQVTLDWSSEYCSYTPLHWASKCGHLANIKTLIKMGADVNALTSLGKSSFDIAKENKNENCLIFLEKQMSKTIKIQT
FEPLFQLIKKGNYIGSLKFLSTFMFEKSLKHLEKPISTKLIAHTIEYDQQKILIGLYPLCLNVNSISDEDGNTPLHYAAA
LGRLECLKIIINGGEKVYNNNNNNDSEINDREINDCEDDGNININCVNKIYQTPLILATINGHLDIVKYLLENKSASVDI
VDWQLNTPLHYSFKYPDIVEILLKHHSNPFQINNLSKNCLHLAVDVSKNDNKINRIKSLNILLTHIERQYQDYTSSNYFN
NIFNTLDLFENTPLLISQSYYITHFQDYDDNDIFNEISNILLKKEERNNSGSGNGSDEYILSKSSKSITNQLNLSFNDLK



IILNFKRPIELENYLATTVPLKPSVAMLSILKLGGTISIETFEKLKLQHHLMLESYIKKLKFLNCYNQLINIHTSSIESI
IEQLLIIQQYQLKSFAYSSIEYILSVYLISNRFEIVVYLIENLNRIMNSTTYIDRFQTFIFNSILHTPSIPQQYCRSLLS
PYTTRFDSSLFQHVISLDHHIMLISMITNDDDDPSPPSPSSPPISEINYKFRMNLAVSKYWIFSRVVKNGAIKCCRFLTD
MLFSKSLDFEFTHSLLLNVSELRSIKNKREIINILSHYDSNSIIEALKDNPVSPNANAYFDFYYSLDNNNGSNNHDIDNN
SIISKKPLIEIDYHQNSCENHPHDLKKEYIENCPNKCGVKNILDLEDHLLICLNGFYNCPNKINGCQSEPMSKSNLLNHL
QKQCTYLHCHQCDGNFNRQDFVQHIFTHESDTWEICSFCNQMIKGFSSTYKNDIIHIRDCSLNLINNNHSNNNNNNNNNN
NNNNNNNNNNNNNNNNEKSILFSSEYEHLKVCKNHNIKCHSCKITIHISELSTHKCLFISKIPILRNYLNIQNLVDLI  
>Ddis_XP_638127                                                                 
MGNKQSIENNDNKNNKDNNKIILGDFKQIYEINFLPGTVLLKIFSMVNENDKPNELPSQSFYQLSLVCKLWRYYNFHSIN
SIKMVPERLENLLIPYKQSVLDQAFLSIQQIIENSTTLTTLDFSNIEIDKKRASLISMSLETNSTILSMNFEYCYLDNDS
IIQLCRGLEKNKSIIELDFNNNKIGPQGALAIANMLKVNKSIETINLSNNEIGNQGAMSMADILKTTKRNVKLNLSSNHI
GDEGVLAIVKARQQNNNGAKTSFIYKSGLKFTTVNGKSTVVCP                                     
>Ddis_XP_635434                                                                 
MGTFEVKIIEIKNLSIKNGNGYIPKNIKLKIGNGRIGNWVKTNSKTYNNNGTVAINCQVNIKYKPKYPSLIIKIIEDGFL
GEIMGECKVDLSNLYNQINNYLEKQPPIQNQLQFSTSHHLCIPIIPSTLIPLYNYNNYNYNNNNYNSNNYNNTNNNISIN
SNNNNSNNNNNNNNNTITNKTPKEFYNPFPVQNNNNNNNNNNNIFSSTTYYGEVHLHIVYKKKSIYSDSSSENINQKDFE
PMQVDSDFDSNNNDNITNDNTTYDYLNNNNVPPTTTTTTTTTTTTTTTSSINNLNNNTQSAQPKRKNSLVRNSQKLRDVI
KSIKNSNIFQNQVDNTNTNPFLSNNNSNNNNNNNNNNNSNSNNNNNNNNSSSNSNNNNNNNIQHQSNEHYSIRLPNSPPL
LSSPLLSIDNGKDNDFYYINNENSNNINNNNNNNNNNNNNNNNNININQQRIRQEEQLLQKQKPSNQEKSVLVQEFNNFL
IREQYKNSYNNLQQHHYHQHQQQSIVDKLHLVVVECTGFQNNDGTSPPPPPVTIGCKVKVGLQDTKKETQLKSSNQLYWK
QYFEIPLTNPMQRFSLNTQNLIFYFHDYSLNNNNNNGADQQQQQTPTSIIIAESKEFDLFEIEREKILELWIPVTILESQ
QSRFNSNNNLNNLNNLNNNNQCKIHILLKYETGYLSPSEASELLFLSLCAGDRYLNDSLLRMKSLNLDSTFKEKHSEFEC
PTILTKACKQGNQRVVKQLLELGCSINQTDSEGFSPLMKCIQYDGVFQPVSNNFPIIKLLLEYGADPKIKSKNGADSAFT
LCNSWEMKEFLQTSLENRFYQIKFNHCSNCGFIDFPICFENVIKSLRVGNGNCRCKPTLFCLSCNKTLKDANDEKIGFIS
NFELINIYQQYHHQQQQPHQHQQSSSSNFNTFIQQCSICNSFGFNSNGFDSFKSQFNSDFQDISIVQDNSLLHLPHCTIP
NLTFTKSILNSIQIDNLLYYLLLKKTINPYRPQYNNYQQQPQQQQQNQLFSSILSNNNNIISPQFSLSSSSSSSSSLQFT
LPIIPLSINNLPQEIIQNILNQLNDIRDLNNCSQVSSSFYRVCSDQIFWKTKFLKSSFDHSLLISNSSENNDNNNNNNNN
NNNNNNNNNNNQQQIIYQILLNSNWFLNCNKDFKSLWVHYSDLKEWIRNLLLEESFKPRYTMNILPSSGNLLVELTLTAT
KYLFNKDGVSFNFDNKFKLLLEFSKTRSISSIKIEALNQKPSIIHDLCNLLSISPQLTTQQSGKLSTVIMDDLESHDGTV
SIHLSLQPKAIQKWVNTYLGHPIPGLHSFLMIRDDVGGSIILDFYYYDIENLILN                         
>Ddis_XP_645974                                                                 
MSFNIKEKGGGGEGGSNINNLINNNNNSNIFNNTNIKNTNNSNNNSNNGSNITTRVNTTTRVNNNDTNNNNNNKNKNNNN
NNNNNNNNNNNNNNNNNNNVNVISKQFDWLFIGDPLVDSLKVLKEEKSHDLILLEASLEDIDSQIKAFKEKRDTIVKGIE
KTTLENNKLSNEIAHCKSTVYSKWKSISDRYQLNPNLQNHTHINTHKFINTNTITNNTNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNINYSNLLNYSCNNINNINNNNNIINDDININDSNNSIQNAINTFNSINSSNDNIYNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNINNNNTNNNNNVYSNSSENCNNNIYINNFNNFNMEGDNEESSDSDMSPCPHHVPPSNTFV
IPDNVNSVNTSKIISTMEPFSLFQLLPLEVMVMIFENLSFHDVHYCVSLVCRQWHSYTFADSIWKNLFYVKWNTFDIHHQ
SESKSLKTLPPSFWPNSTLSSSQPPLQQYQQQQQLSNLPSSIILPSYNGLKDNEININNNNTNNNNNSNNSIINNIEEDD
ENINNNNNSFNNKRIRIDWRELFRKRQKIENNWNRGIHSTIHLPGHSDWITCMQFDGRNLVTGSWDSSLKLWNIETGECL
VFSNKDKDGHSSGITCVTVRGNKLISGSSDSTLRVWDMTTGQCLLILQGHNDGVSCLCMIDDTILASGSLDHSINLWSIE
TGQLLHSFTNNTSGISCLFYKNNLLINGTMGGALNVFDIPSRILLTTFHGHSDRVTSIQWWDGPEGPRIISSSWDYTLRV
WNLYTGKTTNLLAGHTFRVRCTQVSGNILASGSWDTTVKIWDLLTGRCIHTLFGHSFNVWSIQFEGNRLVSAGWDKKVKI
WDMTTGKELYSLDGHTESIICIQFKGSKLVSAAKEIIVYDFDS                                     
>Ddis_XP_645384                                                                 
MDPSIFTSLKGVNTNEDLSVFTNTLTTSRVGLNSSQSRVINSLHHLKLEQQQLLQQQKLAGSSNIIIPSSSSSLSQSSPS
FKTMILSTSPSSSLSSSLSSSKERANIIRNINFLKNSVENFFISNKTIYEEGSSSFNINDFPEEILIHILKWVSPFDLRI
CSLVSNYWSIISSQNPIWYEKCYSQWHWCCNINQEKLNRLGDQVSWKEFYKFWAKEYLKYAEWWQESFSREDANQVLSTM
GKGTFLIRASTSKKNCLVISYNVHAQTPNHMLLSYLGLYTGVSLYDEIGRVYPTLASLIRGKKSWLKRPFQSFSYLNKSN
LKLKYINDKINEIVQQQPQNQQKQQQHEQQLQQHLQQQQQRYSSKEIDRLSLLHIACKWSFKSIVIKLLTMGADVNHKST
KSKKLNSNGTKKDGKPPLFFAIGFVHGQPQSNNRLEIVKLLLEHPKLDINQLDSKGRSICHIACKQHQQDSLEILKLLLK
YGANPHLHAPNGYYPLHLATKENNLKIVKLLLSITTTTIYNYTKTNELEGDSNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNEEFEKIRIIENEREIIGEEKEENISHIKINYKVDINCKIESTPISRINNDYGATPLHIAASKNFIPIIKLLLEHP
NIDIDFRDNSNKTALHLCVSNPQDWVNIARFGKPLQHHFSHQTIELLIKNNSNLNLLDDQAKTPLHIAIEKGHRKSTYII
ATTLRDSYSKLFIQSIYSKQSLYQSLKNGSESKDIQKIVADVNYSIMCGYNEDFIEPLDKTIIDHYNNISDILKKEFFPL
LEN                                                                             
>Ddis_XP_645356                                                                 
MDKINNENDKINISIKAPIGNIEDNNNNSNNNSNNNSVSNSNNNSSISINSGSNTPTNSKNRGIKIFDLDDPFTSKRLSG
FFSPESLAELSKLQLNDTDNNDNLTTTTTTTTTTTTTTTTTNTITSKNNSPNTSPLLSSTTISSITSGAPIKKRFERIPS
GLSHVTNHYDDDDDDESSSSEEDFDSTELVCRPNKTSSTTATTTTTTTSVSPLTSSFVMRRPSSPSPPPSCSSPTLSPSL
SATRRLSGNLVKVATDSDNQSLEPCNNKTIVDNNDNDNDNNNNHNNNNNNNNNNNSTEDISIKPICNKTFLDLDEKIYLK
IFGYLFAEDLCSINRVSKHLCNIINNQQLWKDLFSIYIKIYSEPSDIYIWDEDLYSIYNNNNNNNNNNNNNNNNNNNNNN
SNISNNNNNINNSNGNNNPYFTGGVSNSSIGAIGGSIGSSAGSNIALKLRSNTSIPIIERGRSNTIAMPTPTFINEINML



NSNNSVNNNNNISNNNTINSNNAGVIINPSGTVNNNINNINSSNSINSSSSSGSNINLSNNNSSTIHGSYISSNLILNSV
LRKFTPTTSVPSTNEVTDFIESCHHFPSKLLICKLVQRYLVPREFQRHLSDIDWVKMVERPIQLRVGKLLKKVIDQKKVN
FDYGTMLILRSFIRGYIQSTSDMAKGLIVGLQKKQVLKVFDISRVSDILLIKIFRNLDSIKDLSVCQRVSKRWNKAIAIS
SLWEQLYLNYRKKLHHEGDINIWDDPSLHTVEYLYEFFDQIQPSPQQQQQQQQQQQQQQQQQQQPQLQTNESNNNNEDIK
QNDNNNNNSNNNGLNNLQKLIEENLEGSNLSNGGNSGSSFSPFNPLSGSNGGSSFGPFGSGGGGGSNSNIGGSSNQLNSS
SGGGGSGFLAMASGGSSVSSVTSTPSTISTNCTPTGGSTTNSPNFQSPMVSSSTVLPPPIPFSPNLSSPRSMSISLSSPP
PLPNKPPELKLPDSSLSPNSSFNNNLSSTSISIPSTPTTTPSSSLLTFIPPNTTSTTTTTSTTNITSTTMPISAATTTTT
TTTSTTSTIIQPIQPIPPVNNNGSQSDLSKISDLNANPNTTTTTTTNTIESSSSSSSITNNNENIIEPIKSPQPSMINVQ
KLMNLNQLVDKLTSITVATEISEVNACLATYRTFISTSQLVEKLFQRYHIPRASNIKSILDWKQRIETPIQVKVCKVFKK
LIDDHFDDFNGTIIELFKVFLLHIIDKQSPLTNHLIRSFSRKLSGENGSTGSVIGITGGKSSRKGGGSGSGSGSGGGSGS
SIIGGAVGGTIKASQSKIGRMMSVRKAQQFNDIISLPAEEIAKQLTLIEFEIFGKIQSSEFLNQSWAKEKTFHLAPNIRA
SIDRFNTVTKWVCTIILKEEKIRTRTKIMSKLLKVAKNLRSYSNFHTLMAILSGLNEIHIYRLKFTQQELKPKIQKISSE
LQTLMSVEGNHEAYRTELSNVDPKQSCIPYLGVYLKDLTFIQDDTNKKGDGINIKQSLNLYNILKTIQNFQKNPYSFEEF
PKIKETLLNLPVWTEDNLYRVSMQREPRNCKRSDLI                                            
>Ddis_XP_643474                                                                 
MDQRFNDSALEHYLNRSGDYSNDSGEEREEEEEEEEDRIITTTTTTTTNTSSSPPSSSSSPPPLPPLPPYEINYDFVENA
EEEEYIQRQVQSESIRQENKREEMENLYYSIHNNIFSNIYAGGELTAKQQAYIQKHQDIISDLPYEVLCKILSFLDVNTL
ISTSLVSNLFNKISNSNEIWKPKCKTFNIEDSEYMLKKATIYTSSPKQTSINNVVINENNETIQQSPIFSNTTVYDLKSS
FMTAHTSRFYTDDLEPYYDNVEQYSNGDDEYDDEEYDDDDDDDDDEELKIENGWKKLYIELGSIKLYGTYDLIVKGMESS
TCDSPSQTIENTLSNGHAFWSSKGSLTSQGNEYLIYKLEQPICIVSSVVLSAYRALFQSGFPTYSPKGVIISVGFSMDQY
HYKSELFPCEQTDSPQTFKLEPSLVLGGYIRLDLIGKYQTQSSDRQYYHAINQIQVEGVPIGSLESKPNLSLSMLQFYSK
FKSLSTLIHYNNNNINHPPNIDNSILTTTTTTTTTTTTSTSTSTTGKDEFTYKEILSKLRSYMAPKLDKARIKKQNIYNV
ISDIVEGRFEQAIDTIFKNDLRSKKIFNICVQSISGKRFSTDETLFLANQACLDGNITIFTRLLLTSRISPSPDLGDLML
SNGYALIAAEIFSQCQILDRAIQCLFIAGCHEEALLYTRNYTNDNPLDIVYLIKLFRQYSLYQGCHFTIIFLEFYNSIRN
ELENRRRGRNNNNNNNNNNNNNNNNNNNNNNNNNNNNNGGGFDEDDQGGRFINNMTIEADTIGQVFDINNISDSNDITTL
LTELKKLFKTLKKESPIRTPTQTFSRLSNFFSSFQTIRVNRTE                                     
>Ddis_XP_641061                                                                 
MNKKNSNQTITSTTTTSTIYSNEYNYINYDTFYKDIESRIIKMETFYNILKKDFLSLNLKNNDIPYKKSIKIIQSNNNNL
ENNKLINNNNNNNNNNNNNNNNNNNNNNNNNNNNNNVDDNNFLFLLPNEIISNILSILEVKDIVALSIVNNHFYYLINSY
NNLWKNLYYKYFKSNFLNIIKNEKGNNKNNKDSNNNNNKNNNNYSKYKNNSIDISNTTDDNRNSFSNKIIRSKKKQQQQQ
QQIQTNSNNNNIQNWKNKFLNESRIESNWENNRYTTYTIDTNIGGVFCLSQKQSMLVTGSFDNSLKVWRINETIKSKSPD
SIITSNKDCNDYNRSRINIEPMLNIKGHEGWVWSTHLKHSKNYHKMKCISSSQDGTILITDINYNNFIDYSNKNKFKRNT
TTTSIKTFNMKSFKNSNQINGSNNNNNNNNKNNNYKQMSTENVGNNNNDNIILDGTFLKGHRGTVWTTLPDKSMENVYSG
SSDSTIKRWNIDRMEYVGDIGKHNESVLCLSGVTFENPHLIASGSSDHSIKLWDVRIQHHNNQNHTRSHSSPSSSSSSSS
SSSLSPSLVLSINEHGVNVNCLSLYNHFIISGGEDGIIRVSDIRYVITSPRPHVIAEIRAHDSSIRALAIKRNRMVTTSS
DIKIWNTRSLQFPTHTLFGHKGSIVSMQLNNGNIISGSLDSTVKIWNYN                               
>Ddis_XP_640639                                                                 
MAEEGATTTCPENRVITGSDLLSFNENITNENFKPELLKRTDLKLSTSNGFKVTNVLTKEECLHFIEESERKGYVSIEKE
FPTGYRNNLRYLGKSDKLSDILWERLEAIFRESDLEGVRPYGFDQKGVWIPIGIDNCFTFSKYLPGSRFKAHYDAVFADN
PDRRSIYTIQIYLNDGFKGGNTNFFTSENPLLLDKHVLEDTVVPESGSAIIFNHDTLHDGGEVLEGVKYIVRVDMMFLRI
DKNLDEEISAQEKAEMELAKTTFFKADSKEKDEKDLESAISLYVKAQMLLTGYPSIDAITQKIKNMNISVTSPLRKKPLV
TLSTIPEVQLFDILVLLKPIDLGRLRVTSKYFATIVAKDSLWRRIYIRDFSMEAFNFEKNYVLNFKVNSIHESIVKSSKS
KPTKMDVKRWMLTYQNIHTFYKKNQIVILDIGSERVKLCSSSEPINYAFSFVQRVGKRQEYQPHYVMSSMDRYKWVVGPD
TTTSDLYFGVRNGRFLENEPLKELIKYSVQRVLKRIRINAPIVLIVNPLNYAGSDGGNYLSKIRRYLPNELVLYKNGGLL
ALQSHGLKSGLVLMFGSQTTVLAAFQDGQQIDAINLSMIGQDIIDEANSIAAMAGENSECHKDLYTKSYSYQDSSYSTTK
GGLSLKPTWYQMVRVSLDFENEQRNTPTSKQFITKIPEIYFNPQLSEKNKASENIIVTLTNFVNQMGNRPAFKNNLDDLS
KLVITGGFSCIPGLAERIKKELEPKNINQIYFSDTPYCDQIKGAKIDINLTESLHDGYQKV                   
>Ddis_XP_645182                                                                 
MTNNSNIENCNTIYDKQITQFKINRNGSSGCGSSNESGSLLISIKIEHILEFPDEVLLTILSFLEPNDIKNIYLSSRYLS
SFCFENKIWKAICKRKWSSSPIFKRKPITNWRSYYLKKKGFMDLSGGLSWIEIFSSSGDKPSPRYQNTCTSVGNEIYFIG
GQDHPENRFNTIHKFNCTTQEFTRLIPTGSSPPKFARHTSTVIGSKIYSHGGFDGFSQHFGLFVYCTIENRWETLSPTGD
IPISRTNHASTSIGDNFYIFGGMYKNGSDLVFLNDLFEYNTIENKWTQLKGTGDHPPQKCGHKLFNFGGKLLLFGGGYGS
QWDIKYNDVHIYDRSLNRWTKVKTKGEINVCTFTVSWSVGPFLFIYGGQSVKDDLLTNDLYMLDTVNMEWSSINTNCTPF
PRDMGSGVLVGSTLYMFGGFSSTPLDSLFSLDLLKDENLNISPSPNI                                 
>Ddis_XP_643383                                                                 
MRDSISPPSSSSSPSSPSIPVEILATPPRIGLSNTNSNNNNNNNNSSSNRLYSRLTSNNFSNSKKKSTSSPTSPTFSNFT
SKFSNFLSIKKNSSSSNNSNNNNNNNNSSGNILSSSLNNSNGDDNNILNIEKLCIADNEDSSISEEYDDCYDGYSNNNNS
NNINNTDSGDEEYISNNNNINNNNNNNNNDSGFNFFDLPIEIRMHILSFSDAVDLSKTCTVSKYWKSMVDDEQLWNNLNK
SIFGESAKNEIFWKGTVIKNLLKLREFGEKDSDLKLLWACENGHDQILQRSFDSKRSNVVSPALLHLNNVNNTNNNTNIN
INVPIIQINQVLDDYPQQPQQPPPQPQQNVNINNNEENEEDSEEEEEDENNNNNNEQQEQEQEQEQQNNHHHHHHHHHHQ
QQRRNNNNNNNDNNNEVDLEMEDIDVGNTSSPIISESNGISLKKRNKFLLKASYKGHRSVIECLLRNGADIETNTRSGFT
ALHMACGKGHVEAAESLILANAKIECKNKNGSTPLHTAAQKGHVRVVELLITHGANIEATNINGVTPLNSAAHNGHTEVV



RCLLEHNANMEAINKNGITPLYSAAHRGHYKVVECLLEYKANIEGTTKNHGATPLYISAQEGYTEIVNLLLENRANVEAK
IRSGMRCGATPLYTACHRGHVDIVELLLKYKANTQVTDRNGSTPLHKASSEGHVSVVECLLNHNADIKARARDGLCPLDV
AHKNVKKILKQADVARAGSNNSMDCQIM                                                    
>Ddis_XP_640968                                                                 
MEPINKDNNNNNKYNNIYNNNNITTPPFKMNSIGYCSNKNNELILPNDLEQVEKLENNSFIGNNFQDEELLELKSIYLES
LGLLEIFENELIDTEWKFISKEESDISVWSKPFQNPRYDSVVGSSLLSRNQIIDCDPEVAVTYVSDWLARFSWDRYLDRF
EIVYYFTTNDKQKAQKLNIPYSKYDILLLHMYTNMSLFIKSRDCVILQITGPHPSRKGSYFTVSRDYNEFKGCVKSKEYI
RGGLPIFGYIFEPIVSYDLDGVKSNGSFSTHICSYDFGNEGRSFSDYLLMPVVPKISLMNLVYKIKFIRNKCQHQKTIEN
YKSNSLTYIPNGINVEQGTGKHGIKFQEKSREEWIHFFKDLDEKSQWNSLPSKHNNICVFYDRHTSTSPLLIKTKYQVSF
DPILIGCFMFEEDFQWDPFIYHMVLEDKITILKGGGPIISSKFKFNIPFFNIRSTLQNGANTSGYFLLEQRENGDIFFFS
FDNLKFKSDECQFTTYFLINPDNWRDKINPIELSKSTNNTSSSSSSSSSSSSSSLSSYSNIPGSERSLDILMLIKSSFSS
STSSNSSNNHKDRFDDPVLIKVIYLFSDIIDFIYSKVSKESQILDSIKLLSVSDSIEQSQSNNIIPSINNHHKSNDQSSY
YFKPINSKKNLRSSLISNLNNNNNNNNNNNKNKNNNNNNNNNNNNNNNNNNNNNNNNNNNNSSSFVSRSSSTNILPSTSL
QSLNSSSTQPLNKINSSITNLSQTITTSSTISSNSFLQDNKDNNSINNNINNSNSNSNSNNNNNVNKTIITTSTITNSSI
TSSIEIPKNSFNVENDINNDELEEQYKKSKKTRNCTGEPNINFINNTTNNNSNNSNNSNNSNNSNNNNNNIVNRDINISE
YINKNDKIIDNNKTEIINLKKQQKNLESLNKLKIQFPITTTTTTTTTTTTTTTTTSSPSSSILPLPRNIKLSTESFTESS
NESPNESPVGSLSGSPPKNIKILKNRASSNQLLLPPFIPSIISERVQFFSNNYEKQTERDDILDGLVNLFYLPHEIIMTI
LSYLDHRALCKVSRTCKYMKQMSESDILWYRLYFNIFGESKLDSHYNNGKNNDQLRHLWDSFVKTQFQFSSTDLNFDNPS
LTFFLSRETNYETIDQQWKKNFFLKIRMEVLWQISKLYGQPKNTGPSINGLTPSVPTSVRISLMSIASYRISPSQFAMIP
NNGEGTITSIHLDGEKSYSGFSTGEAYVIDFADSSRFNPQRFDYIPKEPSCSVHMWTSDSLVYSGLKNKTLIEFHPDNIS
NTREIKLINPKITTPQLWDVSSISSNFTGSNVVLHYEGNEDSSEFDDYDTIVDVFNASTGELLTSIQQDDRITAINTHTN
RVAVGCSRGPINLWDLNTGKKVISFLGHTDEIYSCKVLPKEDIVVASSKDGTLRFFDERTGPFYIKRIVDTIHVKSFDVE
PKKILCGGGSRISYWDPRNLTQSIGELYGRPNSEITKIQLSQFNVGALFSHGSSNLWKFNL                   
>Ddis_XP_640996                                                                 
MSYTLLPTDNSNNNNNMTVSTSTPIKSNTNNRNNSNSSNSNNSNNSNGIDTTTTTPTKKPTRDRQLFSFSELAGTNLTLL
LDSEILIRIFSKLEYSDLFIVKRVCSRWKPLCEHKSLFNSLDMQSFILYCRILPMTILNNFLQTLSMDKDEIDALKMVCR
EMPKITITNTPNIYLDTPPPTISNQQVPLNTQYITSSSSSSSTTTVTTTINTSNSSNTATTFITNTPIGGSTTPPIKNSF
VNAFTATTSSLKSFLNTSGSGIATTLNGSNGSISSPPSPNLNSNNNNNNNSQNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNSQNGHLRVSSLDDTLSISSTSSNGSLSSLDSLTINNSNNSSSNNNNNNSNNNSI
NGNSGNTPISNRRNVFGQSLTLNEKEQKKKDKNRKERERRMEESLKIWNEDMIPNWDKRKGTKKCREMVLQGIPSLVRSK
VWPLLIGNDLNITPELFSIFGARAERAKQKSEARSLGREKTVSLIHLDLPRTFPMLSIFQDEGPLHQSLANVLEAYVCYR
PDVGYVQGMSYLAAVFLLILDEFNSFVCLSNFLNNPCYMTFYTMNLDQMAVYMNTMDQLMAQNLPKIQKHLKELGIQPDI
FMIDWVLTVFSKALPLDVASHVWDTIFLDGEVVIFQTALGILKMYSKDLEFGDFDVCMTLLTHLPTDIDEDELFQHINSF
QINQKLLNKMLNK                                                                   
>Ddis_XP_641950                                                                 
MKSIVLVFNILKHLEIDDIYCCEIVCKDWRKVANQNKLWEILFLKKLFNITNFLNEEIDIYNKHGRLKELIEKFNIKYLY
KQCFPNHFNRFKNLNILKNNKIINYDHANGHCSSSSSGNGGHNNIINTLSDFKINKSNIHNNTNNNNKQKENEVDNDISD
IICNEYIYFYNISKSVIDSYQFNYSYEFNNNDYKNCRLFIIKKDTYQISPPGKNSINTKVDLIFLLFIPNEIKEYSKIIK
VNYNYNYCIENPDQSNYQRVYPFNFNLQTIELNNYNDDDDDDDDHHQNGITIKDIEFNENSKNYQYKSMQEIGFKGLNTS
EISEELMIKIESFANKFSFYSNNESEKLNTLYYYLTPILLNIETKKPFYKQQQHHQQKQQQQQQLEILKLKNQKISLLNV
KWKLTFFLNILKNKPVEFLFYAINDDYPIHYHQYDNPNEEWYENDKPQLLELIKISTIKQYYHRFSFKGSGKKIIEFKFS
ISIPTTNNTTLTLYIEYLSDLFLFSIKYKESQNNNNDDDNNYGIDDDNDDDNDEDKGIKILYKNKFGRQEYDLNLLKENK
DNFSNLSSLMKLVSFLFEGKFPNFKFKLVSLLIIINLDQFMSFDFDSSKILVKPISSNEDKESMYAFDLDFGVNYE    
>Ddis_XP_641265                                                                 
MNNNNNNQNNRIKFPMDSSGNGNRSNRNAQNFYDPPLNSSLLPQQQSQEFIQSPSNNNINNNNNNNNNNNNRNELHSPPP
IFNYNEMKKQFLPPSNYNFNPATTTSSSSSSLNNSQNEKNMNSFFNSNQFKQSDSILNRKPQMFRSKSSPHVQSPISYSP
MDTSLHNKLTTTTTTTTTTTTSSSNDNNNNNNNSNSSGSSSILSPMLMSPVFNRLYQSKSTLSFDANGLVNGLPEEVLVR
IFKILNVEDLYKCYSVCSLWKRLCEDEAIFRKVCFRNYPCLKTYIRPPFENSWRKYYNLRKSSFLVLGGPTSQSSCMDDI
CAKLRSVGIGNVDSFYAQKRLPTLEELQKYTSILIYSYNSSAFLDGQLMGDVLSDYVDNGGGVVVTVFTNCNNLRNGFLK
GRFLDQNYHPIIPARQHDTNGKKPLNLGKIHAPDHPILHGVKSLEGGRSSFFCLGAINPEAKLVAEWSNGVPLIADLRKK
KGRVVALNFFPPSSDTGDPRFWNSNTDGSLMMANSLVYVGKSSIFRKSRLEGASYVNDSKNKSSNDAEGSNNRKPSDSDL
RNSENGFGQSSSNGSSSKRDKRHRFLLGKRFSFFKNMFNSKKSVNQQSSSSSSPNN                        
>Ddis_XP_629376                                                                 
MLGPDFQKYSNQSNYHFDSFPYENSYEEEEYQDKYKEIVFRDKWGPKYAIQQQQQQQVYAPNKRNVSKKIGSPLSSPTLY
SSSSSSSSSSSNCKNNNNQNINHYQHKKKDSKKLKEIIKNLLLPNKFNPMKRITFISILPIEITMKIISYLPFQDVLSIQ
YVCSEWFLITCEEILWKSIYQNYFQVYPNRELLLKKSEKSCQLHWREIFKQQHERESRWKGDRFKEAHLIGHTGTVWALH
LDDERVYTGSFDKTAKVWDTKTKKCRFTLAGHYYPIQCLDVNNNIMATGSLDNSIRIWDLEKGKSKGILTTRAHNFDVFC
LQQIGDQIISGSSDSTVKVWNIAEIINDSIEIPDTEEEEEEALQDNVMNDPFAVNNSFTSLPDINEPDHVHTNIVSVNDK
TSTRYRNHNLSSTHTFKHQSCVTCLQVYGNILMSGGSDRVVRVWDLNTSQPIQILSGHNEGIRALQFNGNVLVTGSDDTT
VRVWDLRSKNSNISTLRGHNGSVRCLQWDGTTLITGSNDQSVRWWNLNYDSDQSKELFSFNSSISCLQFTNSILMCGLSD
SKVQINKFY                                                                       
>Ddis_XP_643800                                                                 



MNGSPYSSSSWVKSSLSTNSLGSLSNSYAAGSAGGSGNRSTVRGDSNKDQKLLGYLQKQSKSQLPNSNVKIFKKKWFWFE
SDSGTLFYSATSTGALSTPLTPSSLSENIKSIKITSQTTIEQSISFRLELIIKDKVPNDEFTVLNWVNTLNQWKKLNCNL
DFTNDTTTTTNNSNNSNSNNNNKQYNSIENPDYLGKFGEVEGLLNAMSVSTSLNTMKTVKPLINKIQNDSEQLKLVLSQV
EQQIEFLKSCQLELISHLSNDNNNNNNNNNNNNNILQILQQQQPISSKRTVSNDNLVGSNNSNNQLSLSIGLPINLNTSN
TTTTTITNNTIEGENDDDEEEDEINQTSDIFSLLPTHLTLYVFSYLEPKELLILAQVSSQWQKLAGDNLLWVRFVTHFIT
PASIFDKSHNWKSVYLANTVTSLGYCSNYYYLKNQQKGGICTNKEKYMNRAISMYGVTPLTSLSSSKEGWLYKRGDDLLR
IWKKRYFVLRDSSLFYFKHQNDNFPCGVILLNHGTKLKRASASTRKNCFKILQSKNSTITMVHKKRMPYYLSTDKEDDCN
DWMILLNSIIKSNTQHQNNYGVITISGTSNNNNNNVYINNNNNNNNNNNNNNNNNNNNNNNNGSQSYNLPPLLSKSPSFS
NALTSSTGISGGGGGSTKSRKSHKKSFSSGGGGSGGNNNFEQMQQQIQSVHLTPIYPMFGVALSKILENQSLITTQTHLK
IPFILYICLNYIISKGIKEEGIFRVSGSLREVQELQEHFEQGREIDLDQHDIHAICGLVKTFFRKLPHTLVAADLDEYST
SVQLAASQTEDEKIQEFKFIFESISENSFHIFELLLYCLRLIVRNESFNKMTIENLLIVIMPTLKCSPVLITNGIKYYDE
IFIKK                                                                           
>Ddis_XP_643758                                                                 
MKMDAFSCFGVRNKKKSVLLKQMQAEEKEAQLNRNYFNLLSTELILYILKYMGTHDLCILARISKRFRECCYDSTLWRTL
GFSSEMAKKKIDSALKNMELTSRLASVRLINLNNLNIKQKTIDYIVTHTPQLKEIRLHNLRLTEKTSKLLVAKCPNLEQV
YMDGGRTSDECLELLANGAVKLKSINLHKVENITTTGICHIIKNTNLSFLNFNGISGWDIRTLAPYCAHFTSMDLGSSNN
LSDDDLKALTRQCKKLKFISLKSCKLITDHGVLELIHDCPQLMDLNLASCSKVTRTSVQHVLQNLHNLTTLNLSSFKNIH
PITFPKNPYRLLNTLTTIDLSFTDVKDEDIFQLTEYAANLKSLRLVACVEVTDESMLMIATHCKKLFCVDLSRDQQQSSN
YSTSKGPMKITFATVEALFLTCQDLQKVALSYSSKNNITKRSVMEVHDRRVSSGLKNINFTLNEESVNNSAIINNSNQGS
SNSIINNNNSSNNSIINNNSNNSINNNNNNNNNNNNNNNNNNNNNNNNNNNNNHNNINNNYNPPIPIPFNNNNNNYNNNN
NNHNNNNNNNNNQNNNNNNQNNNNQNNSNQNNNNNNNNNNNNNNNNNNNNNNINNINNPNFYNPIIPNNNIPITTNNP  
>Ddis_XP_642882                                                                 
MQYVNGNDISSQSIHEVLELAFSTKIPWTKLEYESSEKHIIHSYSSHERGIYLSKGVAEFNISPENMYELLLDISSRSKW
DFHCREAHIIEEYDHLNHIIHLNFTNPLISNLDMNLYRSCKYDPQERLFVIAMRSIELEDGDVDQFECLPNGWVIQGLRG
QKDKCKMTFVQQCDLRDIELQRIPGYKSFNSKERLEDFQFLTLFPATVSGRLAKIFESIELYISNNVKDIETKDIRISIM
EKAEKEVNEMFGTTNPDYGWKIYLKKLDMEILIKKTTSGYYMIGKGSFSSRYSPELLADVLYQKNPFEWDTFYDKTKLVE
SINSSIREVEVHYRMWRNTITMRLLQSVKKGPGNFSSVHWRSICSPNYQVADGIEVHYLPTALLNYGLGDGSFTSFLAAI
EVKGYPTPWEEEMVTKMFAARIISNQNSIINHVNKLTGGSEMIRELPVIPSVQHHCGDVGSHIGTPQVYNAMVENFADIL
LDEGNKDGNVVSSKNKRKRNKNNENKNNNNDNIIDEEIEQEEENIEKDQQQTQQQQTQKQQQQQQQQQKTQQQPQQQQQQ
PQEQQQNHSQLKKEIKPTRPSIRFTYLLSNSSSGQRPIAWYESKKQPFLFLVSDSSERKGKIQRKTYYFSNSGFDNLPEE
VVQIIFSNLSAINIVNLSLVCKRFKMATDSPILWKNLYKSNPLFHKKTPKRKQIIHSNLSNDENKVNSNSGDSADGSSSQ
EEEEQQQQNQQQNQQQNQQQQQQQTFDLSNINLNDPISLLMVFTNGIIPQNLSPTEIINVGGIVSQIDLNDLSNVETLIQ
QLPHQVLSLIQMNTLDAKIQHLSMISGMPATIGQESPINKNSSDNPKPNAYNKRDNNSYIPDEEFINWKSHYTEKHKQSK
RWVNMEPIRITPLKGHNRAIKAVKSEGNSAITVSTEKKIKFWNLNTGQCIGDYEGESGVLSVEYDHTQKSSCIWPLSDYT
KVHIGHKNGTVTMVDFIEQPIEVIHTSRPTNLADGFDFTFPGKYLIWEHTIIHYWDVETSTLLWNELNAHTKKITQSKIV
AQHELSNKGIVFTTSSDKSAKVWDLTNGTCINTLVGHSYAVNCIEPIGDYMALTGSTDKTLKLWDLRQASTFISSYSTKH
TGPIRCISYQEKNGIVLSGSDDGSIIAFNLDNWNLSNISVVKKPIFNNVIGNIGTTTTTTTTTTTTTTTTTSTTNNTNVP
EIPKINLGTFKDSKRLHNHESAVTCIESDEAGFISGSQNGLVLRWDF                                 
>Ddis_XP_640903                                                                 
MGGSWKDKASSYIIQDSLISSSQVKSLSNSAIESCLKNLGYISYFSNSINEMLSKCDSRYIISILYLVDGIFRVLNKNYG
EENKKKEPLFSQLNESFSLMLQQNEKKILGSTPEKDCIKLIKLLQIWLKRNDLDQHLLKKWVFRISTDLNIDIDNLDSYQ
TNNNNNINENNTTISSSSTFVNKKRTLDSNFDIDDILEPSSFKHQKVDNSIGINSINNSNKLLQQQQQLNQLLKENLIYG
LPMEMLFEILSNLSVVDLVKVSKVSKFFYSVVNNLPSCTSISFENMILPSIDMQRSLIQFNLVVNVNLSFSRFVTNDVII
TLAKHCKHLESLNVNGCLQLDLTSMIQLLRHSRNLKSLKMSQVVCDGVMELSNKLKNTSQNSNTTTTTTTTTTASNTKHK
KQPIPFGRLGRYPNKRARARERKARLKQKHQQQQQQAKTRRIKDKTKEVLLAKVFFDLLFNIKNGIIDDSDDIDDDNNNI
NNNNENKKKVTKKKKKKEVKGNASGELDQEFIDLVSDCEMREHDENEQKHIDIENNCNNNNNNNNSNNNSDDSNEEEDYE
TSEEEEEEDNEDGHGFNYDDYSYHYDYDYDDDDDEYRIGRGGGGGGGDGGEKAVGEGGGYSNSPVNNKKIRLRELDISCC
HPLIFLILQNYNKPLSTSLVKLNIDCMCASIEIGGYAAGINNIFSNFPFLSKLNSLFNPIIHNNNSNTTTTTTTTSATNT
NESSLTNNIQMVPNNFKIIVKSDSIWRRLIFNDSNGFEKLILQKQSQYLQQPNSEYSIKKFRKYVNKRYLFGTTSIYMAC
KYGNFKAIDTLMSLNSNNNNSNNNYSNNNNNNSNNNNNNHNNNNNNNNNNNNNNNDNSNNNNNNNNNNNNNNNNNNKRVV
NINIPDYYGITPLLVSNNIFIVKKLVDEYGVVASSEFEELFIKVCLILNKYHSFLIEESQARPDSPTNEEFDQLLTMLLK
TPPLITNQEIYRQNNILLVKFVKNFKFFQDYVKSSHNITKRALLLSQTLRDDSIYEKTDLSNMSKEYEKRILMVLYHG  
>Ddis_XP_639165                                                                 
MSWLNNPSQNFVDPFIRIKCILGDDIRIIKFNSNISYGGLMNQLEQDFQCPISIHQYEDYEGDKVTVKSKDDIMEALTMY
FELKALNPTKIISTKFFLKQLPPQSQPLSSSLSPTQSLILNNNNNNSNNNLMNMNMNMNLNMNSNNSSGSSSSNNIVIPQ
QQGNRKGSNAPPLRTPPPSPPSSSPKNSPPFLGNNSNTSINILDFYSLNGSNNNSGGTGSNNNGIGSSSREITPPLRTPP
GSPRFALNNSNSNSNSSVNNIPTNNNNNNHHHIIHQLNLNSPSPPPPLRTPPPSPPSSSPPSSSPQSSFIFEQTDFHFEE
LSKNNSPKNSNFLNTIDQPHQIYQPHQPHYQQQQQQQQMYNFNQPLSPSPPLQSQQKQQQQQQQQQQQQQQPQQQQQQQQ
QQQQQQQQQQQQQFNNSFENGGIKLPRPLSPTFLNINNNIINSNLNNNNNNNNNNNNNNNNNNNNNNNNIIQHTDFPSLI
INEHEELISNHNIKWQKGQILGRGGYGSVYLGLNKDTGELFAVKQLEIVDINSDPKLKNMILSFSKEIEVMRSLRHDNIV
RYLGTSLDQSFLSVFLEYIPGGSISSLLGKFGAFSENVIKVYTKQILQGLSFLHANSIIHRDIKGANILIDTKGIVKLSD
FGCSKSFSGIVSQFKSMQGTPYWMAPEVIKQTGHGRSSDIWSLGCVIVEMATAQPPWSNITELAAVMYHIASSNSIPNIP



SHMSQEAFDFLNLCFKRDPKERPDANQLLKHPFIMNLDDNIQLPTISPTTTLSTNTTNTTATTTTTNNATNSNINQQQQQ
QQQQPPTRTQRVSISAGSSNNKRYTPPISTSTSSSSSSILNNFSINIILPINLIILIFREIKPNFVNTLSRVCKHWKQII
DDDELWNKYCSDRLINKSKFEESITWKSNYIKIYKQQKVWFHNKLNHSTLKGHDKGVFCVKLIDDQGMVLSGGEDKKLKV
WDISGNHHHNHHSGIVGSISKKSGLNIINNNNSNNSNSSSNSSSSNSRYLFSLKGHSGCIKSVDYQRQSGSDVSRVFTAS
ADFTCKIFSLKTKKTLFTYTNHQEAVTCINYLGDVENKCITSSLDKTIQLWDAETGSCLSTLRGHTGGIYCVKTDQVATH
GNGYNHLVVSASVDKTSNVWDTRSSSKVRSFTQHTEDVLCCYVFDQKVVTGSCDGTIKLWDIGTGKTISTFIPSETRQKN
YVWTVQFDQSKIISSGKTGIIRIWDIYNERDSRSIGGHHETIFSLQFNNQKLITGSLDKLVKIWSID             
>Ddis_XP_646992                                                                 
MSHSVVSSPTIISQLLPFSTDSSNNNNSNTGSSNNNNSGNLNNTESNNSGGSRSRGNSGSNNYRINTVLHSGNTSNNNSP
NSLNYNNNNSPLSNGVVTGRKRSHSDLTASILEAQSSMDFMNNNNNNNNNNNNNNNNINNNNNNNSYHSSNNNNSYSNNN
TSPSSSSSLSCHDMMVQYKSLLPPIPFIPLSPNKSNNSGNNNSTISYTSIVNDEMFKFNTGIDCSNKKEDSSINNNNNNN
NNNNNNNNNNIEEIYLPIDVLDLIFSQLSFIDRCICASVCSSWRNVLIMQPHPLLENCFVSLHNQPPIQSVPIITPFLLN
NFNITISPCSCYKCYYTNPTYKYLSNWMEYLKPFYSVVKLNKLVFRVFQNSTDMSTSSSSSPSSPSSNTTTTTTTTTTTS
SSSSAGGTNNNNHNNDGLLSPFPSSPMPTFPEFSISQINNNNNNNNNNNSNNNNNNNNNNNNNNNNNNNNNNNNNNGRTN
HFLHQSPFLTGLRNSGEHQHIHNHYLHNHYNQQQQQTQQQQQQQQQLLQTPQPQHSPLVSISSPSSASLAASSIQYNGGG
GAGAGGVGGDQQLELLSNCECHEKVSKESMLHGDDSFDGNNGGNYSQWCLDLEKPITLPLKDRSASIPLSTFIKVLDNSE
MVERIKMRVCIDLPWSKTKEFSLFKPIKNAEKLTEIGLLNHDPFDTSMSSAQTTTSNINSLIFSTLFSNASSFVNLKRLY
LITTNIDHKFLYNLKLHLPSVTGLHLSVWNVNVLGLFEMITSVYGDSLKELSIRFTTCLGIKYKPFSHTEYKLDDSIVEL
LVNKCPNLQHFSFEGWLSNISSKSFQLLSKLTLKHLVLKNGPYSQTSCKPIWARVKMESTENPYQSLLVSEQEIKDFVRS
QRNLKVFEIFTPQIDKFTSKDFLNNLEILDINQGSTGGSSSNSTSLTIINNNNNINNNNNSPDLPFECDSLNSYLTNLQN
LQKHVAFSHQESLNSLSDDLITNFVESGPNLKYLKIVDRLNFRSHIKGGNRNKYHRSKLSNYFNQQFQCNKH        
>Ddis_XP_646870                                                                 
MFKYNQLKDNVISIGTEEVGSDYFCNGISKTNRVEINSASSSDSDFDEFNDNSDSEMDSYQPSSSSTMMNNPRLQHLTMA
QQNSLVNSNDFFKRQRLFIYLPNFPEEIKLQIFSHLSASDLVSISLTCKTYYAIANERTLWRNLCFENTWKISNLYHPTF
DYKKYYFEKNAISSTNSSKWVSPKFFGSLPSKRFKHTATYVNGKIIFIGGQESDQKRFNDVISYDTKSQTFTEINTKGDT
VPKFSRHSASSIGEKVYIFGGFDGFGTNFNLAIYNTESRVWTNIPNNFLKGKVPVSRTNHSSAVVGKNVYIFGGNNNDEN
GQYQVLDDLHCLNTETLTWTKLEGNLVQGTKPCARSGHCMTAIGNKLYLFGGGVWNHSNGWVEKFNDIHVFDTETNTWSK
PIVQGEVQTSTFAISFNVGRYLFIFGGGSKPKHCVTNDIYVLDTETFFWSIPSIQEPRPPARDMGTACVADGDVYFMGGY
DGAPINYFNKLKFNFKVLSDLASQQKINNNNINNNNNNNNSNNKLFNSQSLYQQSQNKKYSFF                 
>Ddis_XP_638057                                                                 
MQYVNGMDIVKSVYDEVKYLINYTTMPWTDLGEYEECSVQSIENPTEEGLIFKCIGEINTSPEIPLNVLYNANLQQIWDE
LCIESKKIEQLDSCNSVDYYSFGSPLGGAPRDFVFLRNFSVDFENKSAWVVIRSIHHESIPSPTYMKPSGWEFLQISPNK
TRITLVVQINDLTIAPYLRINSVDLKRIYRNTGIQITHTLPNLIKYIKKNYKKEIENNFKKFKTPDLFNPNLNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNQQQNIKNSNSNENNNNNSDSITNSNSNENLNEKDGKKILLPQLSEEFEFLDVDEEL
YDVDKTPTFMFKETSKTVGELEVNPVETGWNCFRKFNDYTFYYRDYDENSLDFACSGSSFIDASAEVIFSYIFSEYSCKI
DQWTCGMKTLKKLDQVTSLERMSFRSVLAPKDVLSAVLVKQVNYFQKGIIFLGYRSLLKPSTIVKTGFWYSPSAYYIIPQ
ERGCIIRYILKFRMYLPPSTYKIYPKKQILYVISEKTRATVEMIKYYSINPFYLHKRKQQEFPHWEGIDKFSELAEIFSN
IQIRHSKPSLIINSPPNSNNHENEKKRKFRDNGINSTSISIPSTQFCFSSGGGSGGSSSSSSSTSSSLTFSPPQQLSSPT
SSSSSSTFSNDSALIDNNQQLDINNNNDQEYLRFSENWESYITRKPFLLLISSGLHLRKPPKKKSPRYLESHNLKTCSLF
DLLPYEMIQYIFTLMDATHLIRMSRTCKYFNRICLDDNIWRDLYNREFTKNSSDSLFKWSSIEDINLGTEKKQLLDLTFD
HSKKKSNNSSPLSASSSSSSPSPPLLPPPPPPIPQLPDMLLENNNKYNNREQIQKNEHYWLNMFREKETINRHWRAGNGK
VSNLRGHKGKISCLQMAPNQIFTGSKDKEFKSWNIATKQCESTTRCGASSVISFEKDNFTKLSTDIFPYCLFMHGIIRLG
CSNGAIQHYNIATKEIEKEQRFLYVSNGFIFMKRDIYSYESNTVKLYDSETEQELQMIEIENTKINHCKIGRFENFCMIA
CTDKTVKLWDIDSNKTELVLNGHKGSVNCLDFLNDYQLITGSSDKTIRMWDIRNPSSAIHNIKSHSSKVKAISIYNNLRM
CTGDEDSICLWNLEGSNEPNLLTTINNLSPVECLSIDDETMLAGFSDGEVSYYDFNSK                      
>Ddis_XP_637855                                                                 
MIDILPKEINSIKDRKKKKRERRRIVDVQITNGINSTSNLCTNNQTVSSFLPVIIDQQFKSNNNNNINNINNNRSSLKIN
INNIINTKKEEIVESSNNFDSTTNVENCSSSSSSSSSTTTIDDCINYNNISNKNNNKIYKQDQLIFRMEVDGGLNEDDIY
HGKKMNKNKNIEESIEIGMMNEENNEVSSYEYMDIDNNSWYSGDPFVSEVLKDEKETLGLIEKKRLELESVERTISTLRE
AKDSILKDIMIKTQFLKSVQRKKEDQIKTITNSYHSIATKYNLSQIESRSLTLILPEEVMLHILKFLSPIDLCRGVCRVS
LKWRSLAFDISLWRDLCLQRRLLDGSNYGYFPLIDNQLTNNNNNNNNNNNNNNNNNNNNNNNNNNLLLESESLSNSNSSI
GSSCSTYSSTSSSSSKPLYGDNWYVGEFRKDNNWRKGKYSTTIIRGHKEIVWSLLFESDSNTLISGSEDMTVKVWDCNGI
GSGGNNNGIGQYQDDIEDSKKRCKKTLTGHKNGTICLGSTPTRLVSGSADGSLKIWDRQEGNCLETIQTHSSVWCLQIMG
NQLICGCVDGTMKVFDLNTSGCVRTMRGHTAPVRCLQSVNHNGQELIVSGSYDKSIKIWDMNGTCVNTIRAHTHKINCLQ
YENGQLVSGSHDSLLKIWDMNGGLIHTLQGHDNMIHCLQFKGNKLLSGSTDSTIRLWDLKTGSHINTIKGQSAVCCLKFN
DSKLITGYEDSSIKIFDFS                                                             
>Ddis_XP_636508                                                                 
MNDCGSLFNKKLFKMNLLFKHLKLQQHLKLQQKPLLNNSSINNNINNNNNNNNNNNSNNDSNNTNTNIFNNSFLNSDLIE
RLIIKFTIGYLKNNITEDYIEQILLENQNNFIKSTTTSNYILEENNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNSSS
SSSSILSKFNKLEEDNELELQKKQKQQLEQQEEELFNQFNFLEGIEDQNDFLSEQETIQKIKFLIKMTAKSMSNYSSPNT
LIPSVSKTYISPFGLSSNGSTNNHNNNNNNNHHHHSNNGNLIESSNNVNNQLNVSNYNNNNSNHYDENNQFDIFLIPTEM
LVHLLSFLSANDLWRISLTCKRIWYIVDVFKFWELLFEQTCPRIYYAMQFNSRWSNPTSFQSKMILCYIDRLPTDNYKNF



DKSDESGQIKKIIGVMNENLHNPMILRETCYILKRLSYRQRKEDEHESLIARYGGISLILQAMKNHPYDAGVQEDACGAL
GNLTCDSPNNMGLYSNDNYLSVVEQGGIQLILQAMKNHMMNPGVQYNTSFVLRNLARNDVSESRVAIEGGIQSIATAMKN
HPNHIGIQTQGCGALRNLGCNDSNKVLSAKEGGIGLILRAMRSFSSHPDLQLNGCGALRNLARNEDNKNMISRQNGIQLV
LGAMSNHPDDPDVQDEGCAALINLAYQDEANEETIAREGGINLILKAMRNHPFHSGVQMQGRGALKNLSCNPKNKLTIAR
SGGIELMNIAMQNHPNFANRFLELSRILQVALEDGNI                                           
>Ddis_XP_636405                                                                 
MINNKNNNNNNKNLIENPIIEDNEDENTILTKSAKKEQSLNFILNSLFYKNSTRYKNNRNNRIKNSNEDDKDYSFQPIKS
LIELPDDILLMIFRYLDVPTLLKVSQLCNFLNSVSSNHELWKELFFRKWGPLFPLVPVCTISCCHQYFSNPYSYLEPINQ
LFSIPFYKSLSIPKSALSTISKTTISISPSPTPIIHNSSGSIQKQQQSSYTFKQLFKFRNLLFDHYRPIVMDGLNLLKTT
ISIKDVWMKINDPILSSSINSVTQSRVEKSIITQQPTTYLNINDHSIVNQIQTTFCVKVIKIFPTRILKQLLNLITDYEK
IPLWDVSLRHCTGLIVKSPNYKNSKSIISNNSELDPIKKVDILHKQIIGNLYMTYVRMIYSQHDDNLKFFDDTLSGLNHF
EDISTPTPISQPPPQQPQQPQQPQQQTTTTTTTSNHNHHNCNISNNQSQPQPQPQQQQQQQQDQNNQNLKRKREDQENIP
NATTTSLSDLHQHSGGGSGGVNNDDEAMNKEKVLKMSLEFKKRAEENEKRIRQQIMNEVAKKQQLSEATTNAILVTLSSQ
SVPPSSPPQSSSSSSSSTSSTSSTTTPSSTSSSSSSSSLQATTTTTTNTNTNTNTNTNTNTNANANANTNTNINTNTNTN
TTNTSSSSRSQSPPVPTKTDAAAAAACCRAHVTSVLDQFDDIRLNHPLYIVQNAIPFKISGDEYVNKYETFKLDCFGSGF
IFEPLNEGKETKMTYLLQMGKQDWMEDVCELIDEMAISRNRSLNSLISHSYQLSRRLGTPNNSK                
>Ddis_XP_635883                                                                 
MNKTTQSTISTTTNTTSPIKIISNNSSPNSISPLSSSPPPPIITTTTKLSSNEINKKNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNSNNNNNNNNNNNNNNNKFSKIKTLLKGGKNKSSIQLQNQPQLPPIFDNLPSEVIEKIFSYLFEYDIYRVSLVCN
YWNQIAKSNDIWLNIYKKRSYHCELLKQNVKEIDFKSVLKLHKSIKANWKNGKFKSTVLTGHTESINSILFTGNKILSSS
RDQTLKVWDYYTNECIKTFNNKSIINCMEKDFENKRIACGTLNGFLNVYNLETSTLEHSEKIHNGFIATLKANNNSTIFC
SGSKDKEIKLWKFNDLDNDNDDINEFSHFNLSSSSSSSSQKNNNNSLLLKKLGNHELTVNNIEWCNYNNNHVWSSGGKTI
KQWDIESGQLITTYTSPSRIINAGCLSVKNGMVACGGEGPISIWDSRSGAIEPTRIIAPESQFIYCLQYEPNLHSLVTGD
GDNKVKCFNEKTATIEQTFLGHTHPVSFINYNPSYIVSSGTDGNIWVWNFLSNMNQSLLINNNNNNHNINNDNNNNLLYD
YNDINYNNNNNNNNNNNNEINNFNNNNQIKSSNSPRRVGNFHLLNGHRSFIRATFTDETKIISGSHDNSIRVWDFTSTLQ
KKDHKCNIM                                                                       
>Ddis_XP_635436                                                                 
MSMTMDSDEENLTKLLQAFSNCNYIEFVKVFSVVHGFDATLEFCKNCFVSLPFMALKRKFGIYDDEKEVQPQQQLEPPPK
RQGIRSTWEDDSRQEYWKPKILYDSDDYFQKYKENNNNNNNNNINDNNINNNINKNIINNSNNIINSNSNNRINTLSQIN
NNMNSNINNINNINNINNNINSINSINSNNNNNNNNNHNNINIVNSNNSIINNNFNFNQQPPQRRSSKKRLKPASSYTTC
IEDLPFEVLIHIFSFLKYSDILIVSLVCKEWNSHSLVATTELTIENRKALSVDLVNRRIYKHSNYLKKIRCCQCKLFNSQ
SIRMIIDNCVSLCELQLFNCQLIKDAEIELVCSKLPKLTKMVIHSENLTHKSIESLSRAPKLQEIELGGFSRVPIEAFGK
LSEIQTLRKLDVSALLGKNANQLTFELGKCTNLTSLRLGSATESSLANLPFLGNLTLLSIGEWRLEDVEHTTTNQETMST
VTTISSSSSDGGCLRFLDQCKKIEKLEITGSEDFILRDLSYIHGIADTLKVLDLDFSYCNELDGPAFKKVFSSLVRLESL
FISKFNLSGECWDAFSKMPNLYALSICCVKMNTNWVNRGLEHLGHCRNLQKLSIINSTEHWIDISDKSFSNLLQPRGGTS
FNHGSFQKNLLELRLGGSRGGGWVLNEGVFRSIGQLKSLQSLDLSNSRGISEQCFIHLSNCPDLETLEGSIRVEENIVRN
TIAEWCGTGTLINCPSLRKVSIDVKLPHFINSEIRSPNNLPIQQQQTKTNNGFNLMAKISKDHNNNYLN           
>Ddis_XP_640191                                                                 
MIKKIKLSSFTKIIKSIGKKKSMDSIYGKNWEGLNIFSYEVLVHIFSFLDLTDIKNLKLVSKDFSNIASECCLWRMFLIK
LHTDGKISPRVCHSAVVYKNLMYVYGGHLPDSHTFIKDVKSDLNAYDFETRKWNTLTTTGINMPEKTEHSAVVYKNSMYT
FGGYSGTSSNYMDISVYKLNLDTMEGEILNGTGQKPMGRSAHSAVIWKEYMYIFGGWDGTESNNTFYRLNLDTLVWSLVP
AKGTPPPCIRSHSAVAHNDFLYIIGGYGPNGHTERPYSYDLANNQWVPMLMNNNNNINNSKGGSNNKGKNSHDDGRGPCS
RSRLRTVVYGNSLWCLGGWNRSCYYNDLWKFNLDTRQWSKINSSFELKGIGQYSVVAYRNQLYFYGGYNPTTSSPQPNVY
TYIVEKDLERDSIKNKKNTLEPMEIFIDKNNNNNNKNNNNNNNNNNNNNKNNNNNNKFISSINISSTDDNNDKNNNNNNN
NNSDNESQSIDNNTNNNNNNNNDDDDDKQNSNIYNQNLSNVGIPTN                                  
>Ddis_XP_629902                                                                 
MDIIMKENLYCYNSKKRNLTICEELPYDILLYILSYLTPIELCCLSRVCYSFRVLAEDDWIWRGFYPMIRFNFCYHFQLN
EFPKLLNTQQCKQVYIQELQTIKSVSQFIGTWHEQWCDVQVLNSTKVSFNGLNFIVEYTKNKFEAEFISFNGQSLKFKLT
GGDSGWSFIYTLTLNNNQNNNQHKLNNNNNNNNSSNGMKIQQDDQNLQQDSLQLHVLRIHDNIEFTGMFTSSKSESNSPP
PHFRNKNNYKLFLMKQEIQQLQQISSTTITSSSNEIFNTNNNNNDNNNNNNNNSHDNNNNNNNNNNNNNNNNNNNNNNNN
SNSSCDSRRHTRIYAY                                                                
>Ddis_XP_629810                                                                 
MPSYNINNNQKNSKKMSSSSSSSSSSSPSSSSSSSSSSSPSSSSTTTSTTTTTSTTPTSLSPSQTSQQQQQQQQQQSTSP
NLSRNNSFQFLHSFYDTFFSKLSKSGVPPSNVLQTSSTSVFSAPSSSLLTSNSLNSIGSLISPLSPTSSSVLSNSTSSIP
QPLNSTPTSPQTNSSSSSSSSSPPSSSNKIGKIVSKKHKSVNDSNGSNDDDHGNNMPSTGSIHFLFKKVSNLSLDSHSNN
NNNKNNGTNTTNGFKEYFEPNKYFPLISSTMDDESSNNNLYFPIHELPEEIIVKIISYFSLDTIFNMSLVSMNFYRLTQD
YDLWKKKVLKRWGKPCIITNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNKNQSQNTPPSPPGQPQYIQRLHQ
QQQQQQKQQQQQEKQKQIIEIPKISILDKKEIFDSQWKNYYQLKTLCTSERGQVFSSVIKLKGVIPTPRYQHTGTAVGNY
IYYIGGQETQMRRFGDIFRFDTEKNRFSKVEVTGVTPPKFARHTSVAIKNKIFVFGGFDGSGVYFDLSIFDTEKLSWSCP
NVSGTPPRSRTNHAATSIGDKLYVFGGINRDGRWELQDLDEFFVFDTVSLCWSEIKATGDIPSARCGHRLVSIGTKLYMF
GGGAGDSWRERFNDIHIFDTETNVWRRVVNNPIVNNNQNQNQNQNQNQNQNQNQNQNQNQNQNQNQNQNQNQNQNQNQNN
NQNNAVAVQVCTFSSVFVLGPLIGVFGGQHLVRGKVTKKLYFFDSISETWSKMSFLYTSPDPRDMATANVINSRVYIFGG



YDGRAMNDMNVIELSPRLKALTNFKYH                                                     
>Ddis_XP_629761                                                                 
MIEIKNKNMKSSIGDDDDDYGGGGNNNNNNNNNNISSSIVVSSYPHSPPNTPNNNNNNNNTNGNKKQHHIQGEFDYYDEE
EEEEEESDIGIQNRLFLNPNYKQHHRSRSITISGSPTPKNYTQNQRYSDDTVLLKSSNGCGGNNNNSSSNTATTLSVGSY
ESPCRLLSSSGGSNSNGVIFSPISVTPTASPLNTPVSSHTLQSVTLTLSPFSIQKRSATIQLPSTTTTTTTTTTTTTTTT
TTDQNLLTPPATPQTPQQKVFSPPRRRNTCANLTNKLYSVYSPHKSPPDNNNNSNNSNEVIVNSPISISLSSQKYLSNHH
HQQHQHHQSVSLSDYLCNKTSTDNENDDVSTTTTTTNTNKSNNNNNNNNNNNNNNNNNGMNLLNKIKSKLKEDKIKHYET
IFSAYNESYETLKEGGISVLNGEVLVCIFQYLDIKEICCLAQTCSWWRIVSEQNVLWLKKFNERFQRPKTIIDRFSPNES
WKELYIQHYFLDTSYMEFERLLSLFPVTVEYELDITILLSKVLNYLKHTECRSEYIDKLEHLKNIHLTFSNKIEAANCYI
KHSELISWDSNQYFQQEFGYPRESHSDRKERILKAAIHLLFESKYWERCLILINQLRKKYKKELKKQNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNEINNNNNINNNNNENNENNENNNNNNCNIPIKNLLVLKMIEISKLEHQCYQSIESKERFFE
EYFFVEFRGKGSFPKSVDGKDFIFRGKELEKLGSFVSRLKNRYPGAQVIPKQQGVDLSQTNGQFIHIRPCKPVLLPKDII
SSGSGRGGNICNNSSKIISGISGYSNKTHYKSLKSFINNNSKVFYFSAPFKKNLNNNNINNNNNNNNNNNNNNNNNEFLM
LWTRDTYIISKSIFPSLIRNSMISEIVEIEKNPLENAIESLKRKNKELDKIFNQCKKSMQWNSHLTMSLNGVVDAVVSGG
INMYRMFFQQSYLDSNPITHLDLLIKLKQLLLDQKSLLEFGLDIHSHLCPDNMKALQQNMELCFEKWKQIVNELIIPSSS
SSSSSSSVNNQDKDKDKRESTEIYDNHVKQLSRSHSDLESILKQLDENTSGSTCTTPTKQQQQQTSSTPSSPLSTINQIQ
NQLNQNQIEQLLKLQTEKSKEREREKERKKEMESLALLASLELDSTINENIFEMVNTNNNSNNHRNSGKLTSNKPPIQIK
SITTPIKQSNQQPNQQSNQQSNQQPLPIQPQRPSSSLSNSSSNITSNTLSIPRPSSSLSNSSPCLSNSPPKLTPTKSTLN
INPSPQKKPTSPKTQNKITTKLSSSSSTTSASTSTSNTPKTTTTNSTITNTTSSQTNSTLTSTTTKQTPTKSSNNYLKPP
SVARPSTISRSLTSISTPPSTSKSSSSSTTNKLNITTPTKTRPTIGSNTTFITPKKESLPIPITPSSTKKSSSYSLSSTS
VPSTTTTTTTSSHSSFTRPTQSTLARKLEVESKKSTTLRIKSKDRPAIIEPKTPQAKKQFIVPTTPTNTTTTTTTTTTKS
TGITSSSFKKSLYEIGDPSLISPTMSTTSSSSSSTSSTTSSTTSSSVYSSSMSSSYSSRSSGGIKTSSLSSSSSHMFGGS
GIQIKHGNNNSKLSPSSFNPNMIQMKSSSSSSSSSSYSSSSSSTASTTTTPSPPLSTINLNTNTIPSLDISKPIEKPPQP
IASKKRLSITDSIKSVVNLLNVDDSKKIKTSTLKSSSISINSSVSSTLKPLPKKRI                        
>Ddis_XP_629697                                                                 
MSYDYNCWVCFELFTEPVTLYCSHSFCKECIEKSYHIEQLCPFCRKEIQMPLPPIDKELNKKILKLKGFDVDENNNNTNN
NNNNNNNTSNNNNNRDVVMEESQPIKKITYGILNLPSTIYAQIFSEFPVKEILKFSLVCKEFNKAINHKFLWKIKLFQFI
EFFNTEKYEYDYKKCFKICYQNEKNENKGAAGTFKMVPFRGHSQPITSIQHIGNVMCTGSVDSTVKVWDLSSKKGTNTQT
FTGHSGSVTCIKQRQYSVISGSDDCSVRVWDFEKGVESNCLKTESPILSIDYNVNIGGDGQIIATNKDTIQIWDHRDKQS
GDGMVGISGEVFSSKFHSNGHLFVHTSDYLDSWDLRRFDRPILRLPSPQWYQPTKDFVYVFSNNRSILKYNILNGKLMGS
KSLSNHFSIAGGHQLFSATNDNVAYNIGDFNVHLLDSNLNPLLVLSNHTNQINSITIDNKKILTGSKDNTIKVWDKQSGN
RLYSLLGGSNIVNPSDPIPLTPGCSLVNYDRSRIIGVFNNLVRLYNFNLD                              
>Ddis_XP_629688                                                                 
MSTENIFSEFTFDRYCKKIKFDQQKRQDPLYSNINSQGEEEEEEDQEEQLVQQLEEEEQQQEEELNIQINNLSNCNIKSN
TSTPTRKRKIYNIIINDQDNISDNINNTNNNYNTNLSNINNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNDQ
IMTIGYFSAEETQQIVNTNTATTSTSSSSSGGNTTTNNNNNNSNNINMNTANSSSNDTLNGDGEIATFDKSLDFKTATEN
LIESMQLSNLQSGSTSGGSTSGSIRHPHCVHSGGSGISGSSSGSGGGMIGSNINSSNGTGNLILNNNSNGLSDEYWILIF
HFLDFKTLVALSETCHLFYRLSNDRFLWESLLKKDRKKVILLPPGIDLTCPSSIYKSRRDYDTIVEALSQLTEAKRETIL
LAPSIYQENISIDKPVDIIGEGPLGGVVIESSTGNTVSISAPYGSITNVAMRQHGHWFCIDIEKGSFSISKCDITNLTLS
AIKIGRSASPWIANNIVHDCKEAGIAIFGGEGTIIGNHFTRNRYGSIEIVYSTSKPTIKLNKIYKNKGYGIHVHTNATAF
ISENIIEENESDGISCWGGASPIVSNNKICNNLEDGIYIHEDGKGIYEYNQIFGQKLDGIRISKSNPQISHNTIHHNQGD
GIRLVIRANPIITENHICENKRVGIHIYREGMGIISNNYIYGNKNAGMQVYSRANATICNNKIVQNRCSGIYVSDYAIVN
IKGNEITNNGEVGVEIVSGAKALCFESNNINRNWEGGLAYYMDSKPIGYELSNSFQNNGQSGQQQFIMRQGREIMAMYNN
SSGKKSGNNKDLEPISFLVENALQESMCTLSFTREYYHAQYWYECKTCSEPRKILGKSEIAVCEECAKKCHAGHDIGVRK
YGHFYCDCGQQLTSPCSCMKPSESNNKNNLPTPYTHPIHRTHQNLQQHITILS                           
>Ppal_EFA86848_1                                                                
MKFIYKTNKNNNNSTTSLSKMLTLPHILLQNILSSLDNLDRICFALSCKKWYQSRDNFLLFDTHDQFLNNFDFYLLNDQF
KLNSFRKSLCKSIYMNSGKFDFNVNNTNTEIPMWANYLYFSNSFNDPFQFGWIPECITTLHFGFSFDQYLEPGLLPSSIK
TLKFGNNFDQKIVFGAIPNSVVSLTFGKKFNNDIDPGVLPKSIKKLVFGEDFDCLLMPGSIPSSVTKLKFGNHFNSPIKL
GVLPNRLKSLIFGYYFNYPLEYNGVSVLPPTLQELSIGRNYLHYIDPKILPTTLNELHYVYSKTSKLQSDQPNVVPAANT
TAAADVANVVIPTTTKSALPKGVTHLMIDNTVGPIEPGFIPETVTNLQFLHDYQHPIMDKTIPSSVKRLEIGIILQQLLK
PNQIPEGVEVIEFGNLFNRQIESELLPTSAKDVRLGSTFQHVLPSDILANDQLEALEISGAYRYPLPASVRNIHLMSRVY
YNFRYDSFDFESLPIGTTIRMEVPTLEQITIRIMSKQHALLLTDNYFLGGFMPISSLKTGYFTSC               
>Ppal_EFA86696_1                                                                
MQYVNGHDISSQSITEVHTLAVTNKIPWVPLQLESDVYSTIYEYTSKEKGIHLSKGIAEFPISPENMFELLYTISERRKW
DTSCVEANMLEEYDHLNHIIQMQISHPLGVLNMILYRSCKYEPQSRLYVIAMRSIEIETDDPSENEAFECLPNGWVIQGI
DGHRDRCKLIFVQQCHIRDIELQKIPGYKSLKKSKEPNSILNYHYLTIFPATVSGRLGRIFECIRNHISKNVREIETKDT
RLKILEQAERELNECFGTTTVDYGWVSYLKKYDMELLVKKTNDIYYMVGKGSFSSEYSPSQIGDLLYSSQPWSWDTFYDK
GYVVEDINDHCREVDLYYRMWHESFSMKVLQTVKKGPGNCSTVLWRSICTSDVVNENDMELSYLPSGIELTDAPGAPSEF
YNMVEDFANLLLSDNIGVSKKKAFRNSEDSTKSKRKRNFVDESVEQQQVVDNRPTIRATTNIISHKMNCNDGMVPKMWNA
PKRQPFLFLVSEKNDKQKLRRKDVSITNSNFDTLPEEIVQLILSFLRASDILTVSMVCKRFKMATDSSSLWKQLYILNPL
FNKSVPKKYRPIQQILNNHNHEHMPLSQQQQQQQQQQSPLPVQSNGDANPTPIELEDFITMVSKISAETNNPEKSKEMKS



CGCNHSCICPCRNDCNCECLNEDIMGVSNWRSQYLHKIKLADRWASAKPKKITELNGHTKAIRCLKAEGNSAVSVSTDKK
VRFWNLNSGQYINTFEESSTAVVSIDYDRSAKSSFIWPLTEYTKVHIGHKNGSVTLVDFMSKPYQTISTQRPVLLADGFD
FTNPGKYIIWESSNVECWEEEKKARLWTSSDHTKKINQAKSISSSLFANGIVCTSSSDKTIKIRNIMDGNLIATLNNFQG
AVNCIEAVGDHMIVSGSSDKLIRLWDLRQMSSPLIVNAGHTGPVKCVSYEEKGGRILSGGDDGVIIIWNLDNWYRGRREC
IGVPNQPVRQEPNRITVGTCQESGRLMKHGSGITCIDSDEAGFVSGSANGLILRWDFT                      
>Ppal_EFA86274_1                                                                
MDMENNTIVEKEGSTLTIPENRTHTGSDIAPFTEFPNHHEINVNPSRRDLNLQTSYGFLVDNLLSPEECQFYIDESLKKG
YRTIEKEFPKEYRNNTRYLGKCKTLSNVLWTRLQHHFKTEEVENIKPYGFDQDGIWIPLGLDDCFTFGRYEPGGRFKPHL
DATYAESPDTRSIYTMQIYLNDDYNGGKTNFYLPANPLELDKHVMTESVQPKRGTALIFNHDTLHEGAEVTSGVKFILRV
DMMFLRIKRGNDMPADQKEKLQRARELFFKADSLEKDTGDLVSAIETYVKAQMLLAELPSVDSPVSTSTTSTTTTTDKSP
SAIVKTLAKQDATIYALPEIILFNILVTCSLKDIINFRSTCKSMYKTLTKNALWKKVYIKLYSYESFIFEEPNAELLDKP
KTKVSLLGSITKKFQRMEVTPTEPRCWFITVQNIHSAHVRNNFVFLDIGRNITKYCLLNSSHQVLPSRASIHYEYAPHYA
MSSFDREYWNVGYNASANHQIPIEKGEFDVGRVQCTIEIIKHCFHSFSKRLSSTHPYVLALTPPMINKAHQQNHLVNLRR
KQHNELVLYKDAGLCVLQSHGIESGIVVMVGVSATFIINYSKGKMLSHVDFAVNGTTVVNYVKDKNVAYQKPKEIQHLFV
NRTTYDTRPADLIDEWYKHVSVSMEYQKDATKSSIGESLFYSAPELFFNPGLDNIQSVGIVEAIVNAYAEIPEAEKPNIK
NVVLTGGIVKIPNSSAKKSIESIIVSMGVNIESIYYKGWEVFAGDLLYPNYIRKSYKPYLMSCDVVIFVVDSSDYLQISA
AKEQIDLLLSENCINSSVFLVLANKQDLKKRIAPVQLENYLELYRLNVPWKCIPTSVESEIGIEDSIKWILENTITRTVP
IV                                                                              
>Ppal_EFA85531_1                                                                
MNTNNNNDNNNFVNIPHIILRYIINYLDNIDRLCFSLTCKRWFHERNRYFIFNPDDLVHQSLEYTYPSFKLNSYRDIIHR
SLELKTICRLNIRAYLTPIGYSNFDYVIHKDSLVDYKIPLSCRSLTLPDDLEESDLEHLRKTLVDSSITEIENYQVSKRG
PLSSKITSICYKGTKMLPSNVLHGLTRLELVYFNRPLEPGTLPSTLQYLKFKSFNQPLSPGCLPEGLIDITFGHAFQHPI
ESGVLPNSLKSLTGSRTYSEQVIQKGALPPNLETLKFARLEPISNLEIPASLVTLEGIPIAWLPLIKDLKNLRNLSIAGF
DGDRLKPGDIPEGVVNLKLSRAKVMANENMPNIIPYSVKYLHLDDCDYAFPVDLAYDFEEVKISGSTTINHQLSYVKINK
LDLQDSKLVFNQQNIPERTNSIVFSSNVTDNFRYSNPANELMIKEIDKGYFCIFGKTRSNLVSGFFHESQSRYLFESVDT
NFYKS                                                                           
>Ppal_EFA85369_1                                                                
MELSQSTARGVLNYNCIANLDSKITTSTSRKKKKQEIFRKITMMANQQQRIDPYFDCGGGGDIQIHLNDSIDSTSSSCSS
RSSNSSSSGYYSNKKHHHQNQQSSIGEYFIGAASSGSPSSLHHNHSHHNHHHMHSCNNANGSPQCCSSQKSTPSMIGGKF
TMAEEESCEDSDDDDDEPSFVEDDDSYPLDGCVQMDIDSWYSGDPLVSEVLRDIKETIGFMERREMELESVEKTICTLNE
TREAIQKDIKMKRMFLKQIQKKKEEHIKTITNSYHSLALRYNLSQMESRSLTLILPEEVMLHIFKFLSPMDLCSGVCRVS
RKWRALAFDISLWRDICLQRKLLDGSSFYNPSPSSSSSTFSSLTSSSNSHSTDTIMENLQSISNSNNNATTSITNTIDSN
ANHDQQQQLLLQKYKFNQQSPQTSSHTNPIWGENWYVGEFRKDSNWRRGKYSTTVLRGHKEIVWSLLYESDTNSLISGSE
DMTVKVWDCSRIGETHQYYDDLDDSKKRCVKTLGGHKNGTICLGSTPNRLISGSADGSVKIWDRFEGTCVETIQTHSSVW
CLQIVNGTLICGCVDGTMRVFDLNTSSCLRTMRGHTAPVRCLQAINHNGQELVVSGSYDKTIKVWDMDARCINTIRAHTH
KINCLQYENGQLVSGSHDSLLKVWDMNGQLIHTLQGHDNMIHCLQFKGNKLLSGSTDSTIRLWDLKTGTHVNTIKGQSAV
CCLKFNDSKLITGYEDSTIKIFDFSF                                                      
>Ppal_EFA84591_1                                                                
MDQLPNEILSTIFKQLSSRDLLSIQHSSHQMESIVDSCNHWDSIYQKFCPRVFNSALPQHKQHLKFLVIRFHPWGYQNEF
LWLVKSLDSFKDSNIRFTIIHVMHEYLNQLNQQAKQDIISYLQPSEFIEQLIRISNDYKNFNHFSNHTFYYNSLNYILEI
IMKLMEIYNESIKVYKFLNWIMSHLNDDNISDGLKEVILNIVYASIKMSPELIGSIYFNERMKELMAQNNTIFHNRVLEI
IDRIISLKFDKYIQSDLIASIIPKVYDQSLDLRVDTLKTIEKLSRNLNLVSMLFKLGTIEILTQLLNETSNLSLIRIVIG
IIINMTNDKATIGSLVENGIIPLLLQLLKYYPTDLMIQYNTIKVYSILTVSSNLQEAIIASGALKYIQSASRRFPEHQDS
INELFLFLNRKKNSLNL                                                               
>Ppal_EFA84528_1                                                                
MSSDISLNSSSNHVGNSNSNNGEHGGIGSPFSLSSSYSALSTKFDVRKSDSSWPTSAGASTGLNSSSNALLLNSSMNGRS
MMSMSSSSIDSGNFDNEDEIDNIKNSNKLRAVHYNYSSSGSLSHYSSQQSYTSNCFNYCAVIDDLALEVIIHIFRFLSPF
DLRQCASVCKFWSILCSSDALWEEKCVSQWAWMRCVYEEKLKFGENKSWKDFYRYWATEYLKYTGWYHYSLTREEATAKL
QNMAKGTFLIRKSSKPSNLVISYNVHSKKPQHLLLYDLGPHVGVFLNDEMGKIYPTISALVKEKKKFLKRPYSNCNRYEK
KVQSKREYINLMIDSVKDRQGKSIDDLHLLHLASKWCFKDLIELLVSKGINVNKPHPKNGKTPLHYSLCFIHGEPNSDIR
LQIVALLLSDKCGSQVNLIDHKGRSPLHIAVKQHQSDSVKMVDLILSHGADVMLSQNDGLHPLHIATKENNLAMVRLLLK
HKNINVNCKINVTPQSKLEDNHGDTPLHIASHSCMYPIVKELLEFNGIDVNILDNKKRCALHRCVLRNQDWLGMTRFAPA
QQLQQQQQQQFDTQQLNNESNNIHS                                                       
>Ppal_EFA84417_1                                                                
MGHKLSKYSSNSRKRLSYHWRRSLNQNSNRSGFSTDDSVSSNSSIHSNITEIIDDKQIVDANSVCDTSLTVTNQKNLIIF
RNLELINALNFDLYEDDNNNNIDNINNNNHSSCSGGSENSNNQIIQLENNNYNNEIFENNSIPIDNNFNNSPGVGISSSS
SFRSSYISSSINNMDSVKLEIGKIQTISMELLLNIMSYLTVKEILTLQSVSKFWYMLIKDDMLWKYLMKRDIHNKWNYQL
RALMSKYETQSNVNWKKIYCDQWRTRLCGKCSKTYRQCHNQNLMCKVHTGIRDIVENRGVPSGVYWLCCLAKPKNAEGCT
SSSHHEDREIPNLSYYNC                                                              
>Ppal_EFA84299_1                                                                
MEFLELKILEMRNLQLKSNAHQQQERHVKLKVGFGKMGGWLKQYSSNLPSSHFSLNSNGRIDIYWNWTFPLRYKQRYQYL
YIKLVDDGFLGSVIGECMIDIGHLKYPSTHSLCAPIISNVTSSHLGSHFMNIGEIHLSISTCPKSLHIYPSQISNLERDE



KNDVPMTISTDTQSNDQMVPVYNNSNSNSSSTHSFKEQLKESISSASHLIIGTIKNGIRMGSDLQCLNGESRSQRQEMKE
MLLREENNSKPFGSNNDHIHLIVVNCTGLEKEYSPPVGLGCRIRVGSTEKKETHQKLSNNLVWKQYFDLSLSNPMHRFSL
SMQIFTVQLLDFSTTPASVMGESKEINLYALERDKVLEMSIPIKMQLAERPIINNNLNNVSIKIFMKFTTGNLTENDTTE
LLYQSVCAQDTHLTNALLRKGAKFNHYFKENRHLEQATYTTPLIKASKHGNIGLIRALIELGASVNYADPDGYTPLMKTL
QFEGIHQPSSIHVLRLLLDSGANPSLRNKYGNDIFSYCNNKETIQFLQSYIYSSFMEVTILKCPRCNYIEFPFCSETTNP
ILRDRNCRCTKLSNCLSCNYPLSTKDEYIKVISNTEIKYLMNSFSSIVRFTPQFMIHCSSCNSFGFISQHMMDCQNDDDQ
FENYILNHLSHLPPCSNSTSTKIHYSKVILLQKQLDILLQLSPKTRASRSITITYQLYQKQQKQQHITTDYSPFQTLPHE
LILAIFSQIDSWSDISSLIQVNSLFHNILNDNMFWKNKLCSLFSLSRQTPLFGNSFKSLYGHYTSMAEWIRILLLEETFK
PKYKFEINVGNGSLNVELSLTAKKYLFNKDGSSFNFENEFRLVLEFSAIKQLESVVIKAFDQPIQKIAELCSLIGISSAN
EATSPSLEQIGQHNGNASIHLRLQQKAITRWINQYLKYMYPGFHNFLMIRDDVGGSIILDFFYYDIERVELLLSNRQPQQ
LNL                                                                             
>Ppal_EFA84132_1                                                                
MSLLELPEELISSLFTLLQVDDWTNLSLVSNQFYRIGNGEDIWKYHCTQKSIFKKTHGNKTWKEQYVESCRFITLEFEKT
MFGFHHVNTKKIKVKVMRKLPFYEISEGLSRYFGACGHSISLECDETCHGFARYLMSRKGAIIDRSRSPFDVGLCNNDKI
SIILDCFDKTIDGICLLLAIKKLYLEKEHFRLYCKEDYSPHYSHLSSSLKSIIINRALTITKNHSFEQVNLFSIEIVIRS
LKHLDSVTTLYWNTDFMSLEGYIYTIPNTVTNLSLLSRQESIPYGFIPSSVTKLTLVAVYPVANLIPNSVINLNVTYFKS
KSDAFPPDVIPGSVVTLVYHSDIELLPNSLPRDSIKTMTLGGLFNRPLSTGSLPDSITDLTFNGRFSMSIERESLPKSLV
HLRIPQFYNYTIEDFNNPYSDSIFPKTLLSLRFGDSFNRAVTPLSTLINLESLHLGKGYSHPITVLPATLTSLHLPEKLN
PTAEELKRLLPASLTSLTLSGFNQPLLETSDVFPQSLEILDLTVAFNQPIPVGALPRRLRVLNLSAQFNHPLEVGCLPDH
LEELKFRDNFNKTIPLGLLPKSLRKLEFGNSYNQRIVPLSLPTNLARLVLGRDFNQPLEIDSLSSTSLHTIHFGMNFEQI
ITSSLLPPTLQYIEFQLTIEQRGEKKNKIFDVFSTKKTKSEKKLQLNEPQSNNNINNNNNKNIFVNLPNITMKCDLHLSS
LPQVLNTNQRRISPYYLDLLEQNIGFDMSLMGTENIYHVRSYSRKYALLLDRHLECGFIKKSSLEYFSIGQTIGVKRKLL
FI                                                                              
>Ppal_EFA84034_1                                                                
MKLFLVYSISLLVVVIRSLNNLNSIIPPHYQQITQFIIISTLSKGINSFRALSLSLNNGDDTNLTSSYQKKKTNHYLRSG
HWFETSLQTNNECSNINMLHTFGSDPISTTNEIPIISNSSNNNKISIQYINSNSEFLLRLQKNHYSFLLIQQYRSLNNSN
NNNNNNNRYHTFFNNNLNNSNSLIIQLQMSFFSKFRVGGDSSSESSSSNSSSSSSSSSLRKKTKMNQDQFPVQSPRSSPI
LNRSNSMNKSTDSSSSLGSPRGFLRSSLQGLRRKFSISIYAPSDDDEDYSRSNSCTSSSSSNSGDGNSAHFGYELSDCES
NDSICSSASNELGSSTSSFDSTPENFYNDTQIIKNYTNRASTINNNIKFYYIELFPQEVVLKILSFLNASDLVSVSMVSR
HFYGLANERTLWKKKCFRRQWITADRYDPLFEYKTYYFEKVAINAPNCFKWIAPKHYGAVPTKRFKHTATYVDGKIIFIG
GQETDTKRFNDIIYYDTESHTFSKPQIKGDRVPNFSRHTSCLIDQNIFVFGGFDGHGSNFDLAVFNPTTKIWTNIPKQFI
NGSLPVSRTNHAASAVGKTMYIFGGNNNDEFGHYQVLDDLYALDTTTMTWSQPTVTGDKPCARSGHCMTAIGSKLYLFGG
GIWNETSGWTDKFNDIHIFDTTRNHWTKAATQGDIQTSTFAISFAVGRFLFIFGGGSKPRHCVTNDIYILDTETLQWIAP
SIEEPRPPARDMGTACVAGGDVYFMGGYAGGPIDYFNKLKFNYKVLTNLASNQCKLLHTDYLSQGNSVM           
>Ppal_EFA83615_1                                                                
MKDKRNSDSSSTYVSPWSNEHNHHSTNNNAANFYAGIGGSLSFSDHNSLNINIAAGGSAINNNNNNNNSSFNNNNNNSFN
NNVNNSFNNNNNNNSCNNMSNSLSIPIGVGVGGSMNATSPSNIPIVITTTPANSLQSPQMNNNSSNMPVYSSSSSATMKK
KTFSTSPSSPTFSSLSSKLMTLFTSSSHGNNSNSNGPHSPRSKHNNNSNHHNNQHHHQQPPALSDGDLELLSQMKQLHLS
LLHPASEVCFDFFGLPIEIRMHILSFTDASDLSRTAATSRSWNELVNDEQLWIMLSKRVFGDSLKTDIKWKNVVIKNLVK
LREFKGEDSFEQKLLWACENGHDQILQRAFDSKRIICLNNSNCQCATCTKPTYLNLNDDTPTTTTTTSTINNSSNDNNNN
NQNVNNNNNQNNNDNQNNGEGFNFDVDMEIEDVDIAGPSSPSGLSPKINDTTGISLKKRNKFLLKASYKGHRAVVEVLLK
NGAEVEAITRSGFTALHMACGKGHAEVAECLLQYNAKIECKNRNGSTPLHTAAQKGHVSVVELLIRHGACIEATNSNGVT
PLNSAAHNGHTEVVECLLNLNANMEATNKNGITPLYSAAHRGHFKVVECLLRYNANIEGTTKNHGATPLYISAQEGYTEI
VKLLLDHSANVEAKIRSGMRSGATPLYTASHRGHVKIVELLLQKKANTQVTDRNGFTPLHKASSEGHGDVIECLIKYNAD
FRAKSRENTTPLDVAHKSVKKLLKSYMVNQESSQHHSSGTIDCSIM                                  
>Ppal_EFA83421_1                                                                
MVKKPRQQILLPIKKDQEEINTTKKHNENYVKHLLNFPDEIIVLISKTLSLKDIMNCRLVCKTFSETYNDFEMWKGKFFH
LNPNKSIEKPLLTLTIKPSGRLCPSAASYNNSIYIYGGDNGYKDQVMNLIGEVKSDVWQYNIDTNLWNNLEIVGNAPKLT
EHSAVVWRDNMILFGGSTGSVPQYSNSVYSFNFNTKIITHHTTTGNGPTARSAHSAICYEDSMYIFGGWDGYESNNDIYK
LDLKTNVWSQIKSENAPSKRRAHSSVIYKNNIYIFGGFDTSKKPETFNILYKFSLENETWSEVECFGDIPRGRSRASMVE
FNDKLFLIGGWDRIDYFQELHEFNIATSQWKKLDANIEEMSIGLGQNSVSVLENRMVIFGGYIPKKKVSTNELFSIRLA 
>Ppal_EFA82807_1                                                                
MSKPGLIPNALNTSIEWYFFIFAENWIDKVEPPTDYYVKEMQKSLTSFFGSSKILGTSSKPSGSSSDQEKSDTVKIVDIF
VKIISDTLPVFTSNEFSFVDIVKITDSDQQRGNKRELQLIEDYNPDVSSTDANGSDEYAASSVETTLSTKKSKRSKEFHL
NTPTDYFFDLPSENTMYLLPPFVPSKLLAFNTSASAPIVRVTEPKTDILCMPSEILNHILSFLSDVDLCRCARTCRHMKR
LSERDSLWYCQYVRWFGKCCFKQSSLDSVLPPNIAMWDNYRKTTFPQSALDPPFKNPAQTYFLSKETMYESITGNWKKKF
FLKIRMEALWALCRGDQPQNTGGDFGSGSEEGFTMMSICSYKISPQLFAVIPNNKDEYISAILLHHSYAFFSTNTGDFYK
VNLWSPMESYDQVFTKLNIGQNQINQNHNEEIEQHHQQQQQTNETMITATTNNNMNNIPNQTNWPVKTFDLTPNRLICAT
STKISYWDPRNLQSPIGELWSPLTTDVVNIQLSQFNVMVLYSNGISHVWDFRVVRVKFQQSFELQFVESKSVLNQQTIIV
VQRLDISSIQSKDLPTLILKKTSTLMHSIAFHPPP                                             
>Ppal_EFA82631_1                                                                
MKMLQTELSNNNSPFLSFSNDSSLVIDSSSGSAVDVLRNSSATTITSAATLLSTSTSDLLLNRSSPLQVSTSSSPTISPY



SSDSTTTTFNSQSIFNEQEHFDLANLYIRSTCYHHDHEGTTIDHNHRHIDNILSLTSSIGIDIDIDDEYEFYLDSLCLNI
DHHNHQQIQQQQQQQQQQQQQQQQHQQHQQSPNQKEEEEQSPITDKQLREKEKEVEEEESDIISNLPYELVLYFLSFLYP
LDVIRNVSLVCKYFYRCSRSNCLWRDLIYNEYVNSRNQQNKQQQQVINLLNCCRHDGRANGNSLATNQQHPDTIDWYSYY
SEKTMLRKSVNYIKWKSIQYHEQHHEKSSRYRHTATTITDSKGKKMILLLGGISTNPQQQQQHNHNHQQYSHSDINIIDP
DSCNIICPTINIENRLNQTVDLGFGISRHTANYIDALCSVFVFGGTRTDFVSGVSKKSNQLNQIIIGNQFKQVKWLTVEM
SSADDSCAVVVPPARSDHSSCVIGSTLYIFGGSDERVQPLNDLYCFQADRPTAGWTKLETSGAIPSARSGHSMLAVGNRS
IYVYGGGVWDHKKCWVNRNSQLFHLDTQTLVWTEIKCLRPPSISTFSSIFSVGYHLFVLFGGGYDGLVTNGGYYFDTIEN
VWYPLKSKDTPTPKNSSALCIVGASTIFFIGGEKRRSTSIQILEMLYTHSLASAPIIFA                     
>Ppal_EFA81947_1                                                                
MNSVVVGVASTTDSASSADDEVDSNSASSPSSSLTSTSSTSTTSILINEINSNLVLSDENGIDDQDIDFDDNNNNNSSYN
DSSSNNNNNNNNNNKHLTLISLPIEIIDKILHHLNQSTLSILCMVSHEWNKIINALWHTIDLSKSHHHFTHLSTKMKMSI
QSLKRKSGNKNNNNLQDNEEFLEQTTSSSSSLSSSSSSSSNQHKKKISSLESIVNNLISNYGFLIPGLGADKSPPIFQRH
NRNLLKTKDAQLNISNQFDMRTQQFFVDMSQRRSVCSCHPDGDETSVSVCWRDAARRRPDSARRLRIHTTNGVARTRSLL
QDDRSIDRKNVEYTVDSRQTTNHRTESSHSFVGRGNPPVWNELSDTMASIFMACPHLGSIDVGGCVNIDDTALEAISINC
LELFQLNKYYMQSIVQSNQSDLKTRTFFTHFIEKINILSRFVESSKVNSIQK                            
>Ppal_EFA81825_1                                                                
MDFDKFTLLSHILLRKIFYHLETIDQISCSLVCKRWFNDRDHLYRFKRIPYIDGSNLKSYQLLISRAEDSKNNYELDNEY
DDKFGSDSLLMAIKSIMTLEEFGEIKYGVKNIVLSGYDREIKLGAIPESCTSLNLGGGFVAPLTEGVLPQSLKSLCLGTQ
EPGKLSAVSIPTAGIRTVPSVAIAEFQ                                                     
>Ppal_EFA81688_1                                                                
MHFNNIVNQMDYQSVSDLKKLIEKLNAMQYVNGLDVAQDTINELHYIAFSPSIKWDLIMETPDIILYSAEDELGTLQYKN
IGEFNCSAENIWNIIYRSQLQEEWDDFCLKAKILEELDGLNFIEFSVMASPLGGVPRYFCLFKSCAIDLENRKYTLTFRS
IDHENADQEINCIDGNAFFTEIGTCGWVIEEIGQNRSKVTYITQISESALVPLVPKDSFPHFKQLYKQSGMHTIYKLVSL
KRYVNALNDQQMSSLHRYRFGFSQESLEIFKAVCETIEQVELTEWHLFRKQRDIEFYYRDSDAKVKDKLTENPEDSCFDM
ITTGFMSCMNCTTPDIVQSFVLSYNTHLIDTWTYYCETVNRINDSTSVIEVRFRSVLTPNTEISHFLLKQVLNLPLNITF
IGFKSLDVPHNSRNLWYSPSGFYIFPIENGCCIRHLSHFTTVLPASLKSIPQKKILLSISERYTVTMQSMRNQIIKHSMS
EVNLKAIQNYQPLSNCASWTDFKDKSIDEVLDLFFNLALNEMDKEADAINANKYLDIWKCDLNYNTNILRKELGAPNKKL
LMDSRQQQQQPQPQQQPQQQQQPKRKYHEIIEKPSIMSVNPKFCFTKPNVKNQNKSSISPAPFTNDWDQYIKRRPFLLLV
SNKRSFNSHSKMPRYNATFHSNSLFDQLPEEIVELIFSHLDARDLTKLSMTCTTFHSAANNNFLWKSLFESKYKSVNLIN
QNNRDQNNNNNNNNNENDGNHVLRNESRITEIESETNDSQSNDSSENWRNMYISQECVQNNWRKGRAKTGFLRGHKAKIT
CLQLGPEMAVTGSRDKELRIWSLGTKLCDVVLKPTNCSVVSFENDNLSKTNSQLFPYCIEKNPVIRIGFSNGLIYHYNMA
TKQIVSQQRYQDAPAIVLHGHTAAVNCLDFCGSNYIFTGSNDKTMRMWDLRNPTASLQIIKSHKSHLRSIKLVNNKRLLS
ADEHSIHIWELENHIPNHTSVLDNYQVSLSALSSDEESVLAGFNDGTVKFYDFT                          
>Ppal_EFA81622_1                                                                
MIKLYQQFQQHLNISDSPQSNNKRKMGYYTAEETEQLSKQYNQQRPRRPDTSVNEGDGDHDRRLDFKKATETATDIESAS
AFPNLDTEFQEGDSPHQYNEIHSQLSDENWIDILQYLDHKSLVALSEVSHSFNRLSNDRFNRRDFNTLTDALSALVDQKR
ETILIGPGLYKENISIDKPVDILGEKDVVIESSSSNTVSISAAHGSITNVSMRQTGHWFCIDIEKGGFTINKCDITNTTL
SAIKIGKHASPWITDNIIHDCKEAGIAIFGGEGTIIGNRFTRNRYGSIEIVYSTAKPTIKLNRIYRNKGYGIHVHTNAGG
IITENIIEENESDGISCWGGASPVVSNNKICYNLEDGIYIHEDGKGVYEHNQIYGQKLDGIRISKSNPQISHNTIHHNQG
DGIRLVIKANPIITENHICENKRVGIHIYREGMGLVSNNYIYGNKNAGMQVYSRANTTICNNKIIQNRCSGIYISDHAIV
NIKGNEIANNGEVGVEIVSGSKALVFDNNQISRNWEAGLAYYTDSKPIGFESNNTFTLNGENGNQQYILREGRELMTINS
LKSKSKSNNDEMEPISFLVENALQVGLCTLSYTREYYHAQYWYECKTCTEPRKILGRSEIAVCEECAKKCHAGHDIGMRK
YGHFYCDCGQQVASPCKCVSNINRPKAPSNESRILYCGFFIQTHQYDFGENKTLYTSMWSTTIRLENHERCWKYTWALWS
ICFAYTVVFSILSIFVSEKIKSLYYTIGFIVLCVYGGGTTLINGMVLIRQMHKHEEKTIKEDTNHIIHGMVRKVKYLSLV
MLVCLLVMVSRTLVFYVLKIQKDSNLKHVSSFITFCTETITAGAVMIAIADCPNNYWYAKPVMTVRGSNKNSTHGGHSSG
GSFPSHTVGNSKNKSTISLELIDTDNFNSREFENTGSETNIEMIIVDD                                
>Ppal_EFA81449_1                                                                
MKISISKIFRTSSSDKISKRRSSSSSLTSSDEDSPLYIFDPNSTNISHLPYDIVQKILSYVHDNVILTHTFINVSLVCKN
WRTLCRISGHVLNVNNFFQRTLQLKMKSDVTENSPDDAKTLNNYLRDNNTLTELNLNLSGCSSLDSVKNLMESNTKLKSL
NIRNMSNTTSDFSFVSSEFINHLINALINNKNQAITHLNLSGLKLDDSSMTLLGTFVGQSGSKLARLEISDCPNTFNAVP
FLEFGKGIELNKTLSSLILNRNKVSHTDSYQELITLFESKEFHNLETQGTFTFHTFSSPQPSPRSPRSPLPNRKDSGNQK
SLNCLSNCNSIIEISNCDNRLIV                                                         
>Ppal_EFA81316_1                                                                
MIHLISTLNACFVDYDFSSSKPDQFRKESNLSLVMNSVNTSLQSIINNYKTEMQERLWTSIDQEIVLSKTEIYSYIPESP
DPFTEEGVIKALEMANSRDQISMSRDSDSDDEYEYNEYDDAIGDNMEMDISYFNASTRSTTTTATTTTTTTNFNNSNGYN
FNNNYYNSYNYNYYNIYKLDSLEMHEELRNKNMSNNHRAKLNQHLDNIFIFLIRLDGQMNVKDKISSILLKKCIEEHYLL
SHLQHLDEIVGPSAMESLQAQQDFDLTSSSHHQFSEIVPIIYNPTYSSLRYTNENTNPSSSSSSSSSNNNINTTNNNDED
TRMISIEDEDDSKVPNSDRIVAHFLDSAESVIQQQHDYYGKKKMIAVQPLDLIVTDQNFDDIASHSSAASSASNNSNSNN
NNCHSPLYLECLPVEILFCICKFLNVNSLRNLSMVNRFFQEMGNQEDIWKHIFIERYGGKCKLPGSVLNWRLFYSAHHLY
TGDWDKNKKGKMVISKEGLTVSHGGDYLGSYQSARGSHRIESGCTYWEILIECLNFNQTGFHLVIGVIPESFTVWQSYLT
SNGGWGYLADGRKANNSGNGIPYAKGFVQGDRVGVLVDMNEKTLSFYLNGVSQGVAFRNIDQPVYPGVSLLTGGQKKLQS
IIFTY                                                                           



>Ppal_EFA81080_1                                                                
MTDFCGYPNILSVLLPKVMLTESFSLPTLFQWANKTIGHSKSNTNNNNNNSNNNNIELNSNIHYQPILNSTREKKLKKSH
KSPITTPTSSTYYLDRMIVDSPTLASSSTYPCDLNYDPLDLNEDGYMSPSSLKMMFEQHHLQQQQLIHNSINNNSNNNNN
SNNNEQSIEYIQHQKSKHSLSPFCFLKSNTKKVSNFTKRFGNRKYIVIEDLPTEVIIHILGFLPFRDIGFVLPMVNKNFR
DLCGVFVLWKNLYIKYWSKKGHKRNFNFHNIHGYIPPSANTLNSPSQSPLFQPKKTNSNKNYKKMYQMRHIVEKNWKKGV
CSVQTLYGHQEGVWGVQFHGDILVSGAEDGVMKVWDTKEGECTHTLVGHTDVINSFHFEGDRVVSGSDDSTLKVWKASTG
QCVNTFNGHNGSVWMLEFKDHFLVSGGDDRSVRLWDMNTGQQIQSHTGHTGRIYYVQMGDNMIVSGAQDKSCRIWDVRSG
KASHTMVSNSPVHCLQMNSDLWSGGDWSVASGHNNGTISVWNMRTGSLQAVLSSPLCCPVWHIQFRQNTIYTSSCNNLHA
WNLNLAVPTNSNSQNQMSQLTCSKIFKGHTKSIKHFQVKENRMVSGGMDNKIKVWDLEKPGSSYLYTLAGHTGSVDWLEF
KKDKLISCSADHTIRVWSFWD                                                           
>Ppal_EFA81007_1                                                                
MDSKWFLIVLVAFLVILPNIVSPYRKGVTITNEEPKIDIYHLKNRQFSSDKINIASLLSQSYSNILSHSSSSSSSSSSSS
SSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSTQAPPVAQVHHQAQAPPALVLHQVAQAHPVAQVRPARVPHQ
AQAHPVAQAHPVAQAHPVAQAHPVAQAQAQAQALPARVPVLVLHQVLHQVQVHLVAQARQAAQALHLHPHHLHPQAQAHH
PHHPHHPHQAPAPAPAHHHPHHHQAVQAPAHQAAQAPAHQAVHHHQAAHHLRAAHLHQAAQAHQAQAAHHPHRAALHPLP
IAMNNIQSDSNNTTTTTTTPTTLNTHANDTTLISNNSNNNNNNSNNNSCSNSSNTSPTIFGSGENSNSGSPSLFLNSGGN
SGGVPNSPSTKRSSTITMGTNKVLFDKDDPFMSKTYSSTTTQLLQPKPSSISQPVSPSNSFIDNNMINKITATLSPPPPT
TSTSTLQSTHQSKLEKELLDSLLNFPSPPRDSPLTQSLLPSPRSQSNSSSNSGGGGGGGGSQIWNFASHKRGPSDVTSVV
SNTTVIMHRKMSNPLSLSTSAIPEEVSTSETVSILTSATTTDSNNDVVIPTTNEVAATTATTTTTTTTNTPIVSGGGSSN
SPKLVIPQLNLTLAPPPPTKPMLFYDDDESSSSEENFSYGDSTSDSESESDSEPIIDDVEDKLIPTKDISTQLLLDLNEK
LLLQILSYLHAEDYCILYRICKQMNTFINQNQILWKDLTLYYLKKYQDVFDVNVWDEEMISQSNVMSLTPIMGISSGTKV
TKENTKIRSSTLLSKDQRKSVLDINTTVVGKRTTYLPSGKSGMVVGTISSGSSLTLGGGGGSGGANNNGGGQGGGMVNSQ
SMSALSSLNGAIGSHVMMINSALRRLTPLTSVPPTNEVTEFIDSCHTFPLDLLIRKLLQRYMVPRTYQSHYTDVEWRKMV
EVPIQLRVGKLLRKVVDHKQIEFDYTSLLIIKSFIKGFLVPTSEMARGLNQSIQKKCLDISKLSEGLLTRIFRLLDLNTC
CSVLYVCKKWNRSMNNGNLWEHLYNQYKSRLCDDEDSSISIWEEINPVNYYIDINASLNISTPNLSLSPLNVSPSVSISG
SAATSPSISISPYTQSSSSSSNVIPPKISISTDENNDTVIAIAIEDTSLAGKEAAAKLLADGTTGGKHSVDGAEPVVPQQ
VPVVLLQTSESVESIDEILNKDDILKLASPNKAAPDSPGTPRIKLVTLNQLVEKLTSITTITDISEVNACLTTYRTFTST
SKLIYKLLERYHVPKPIEAASISIAEWKKRIEYPIQHNVFKVLKKLIDEQFHDFNQAVIDVLKIFLRYIIVDNTSLTNYL
RRSFIKKVLKVDIQSKKSSSSSSSSSSKSSSDYRRMTKMTGLRMMSWKPVQPSEILTMPADEIAKQLTLIEFEIYSKIQT
SEFLNQAWVKEKTKHLAMNIRAAIDRFNQVTKWVCTVIVKEEKIRTRAKYMSKLLKVAKCLRSYSNYHTLMAILSGLNEA
PVFRLKHTFAEMKPKVQKLSSELQAMMTVEGNHDTYRSELASTDPKHPCIPYLGVFLKDITFFQESSIGQPTDGINLKQS
QKVYGVLKVIRNFQKNAYTFEENTKLRDCLTILQVLEEEELYSLSLLREPRNCKRSDLV                     
>Ppal_EFA80783_1                                                                
MLNIEDPTIKVDDSTTSSSLSTNYQSYKFSIGKPLPTIVDDDSEIVSNNNNNNNRNTDNKTADETSSTISDIAFYSRQFL
SPFTRPRSSTISGSPNSSPSRQISTQLQQYAQNLLAQGGLSHLPAELLLAIFQFFTPQEICVVGMTCKWWQIVSEQNSLW
ITKFQENFQRPLTTLEKFQNANESWKELYIQHYFMDSSYSEIERLLVLFPVTPEYEHDITILLNRVLTYLKHTECLSEYI
LKLEELKNIHIIFGNKIEAAICLLNHSQLISWNADATFNEEYGYPSESHSDRKERLLNNALELFVEGKYWERALIIIRKL
RKKYNKDLSRQTDKQLLIKKMVLLSKSEHTCYQSIEGKDGRFFEEYFFVEFRGKGFPKSVDGKKFIFRGKELEKLGYFVG
RLKNRYPGAEVVPKTEKNEFGTGQYIHIRPCKPISMPKHIVGSAAGASLSLTYNLNSQESAHMRRSNYKNEQSFINNNAK
LFFYSMPFKKQSQQQQPRSDNEFLDLWTCHTYIVAKSTFPGLIRCTEVKSIIEIQKNPLETAIETLEKKNKQLESIFATT
KQTKEWSNLLTMALDGVVDAAVSGGVNMYRVFFSLSYIQENSGHLQLLHSLKSILLQQRNLLETGLDIHAHYCPANMKAL
QTKMERCFEKWKQIISELVVHEINCEEPSLEIAKPPSPIKMLDAIDLPSVSASLSSSKLNIQHASTSTSTTTTTTSTTSV
VLSPSKQILQPPTTSQLKHSSSLIAPRGWINGQKQQPIKRVIPTTAASSTTVRKPSTPSSLLALTPSKIPTKSMHKTPTN
SSSSSSLLKKQQQLVNTPLNEVSNQSNNLSNKSPITLAHISPIVPIPPKPSTPTTPSITSTSIISKSTSSPSISSNSNSK
STTNNSSSNSNSSTVRTTTTTTSSSSSSSSLYRPTLSHLAKKESPPTNTPNITSPIMKSQTSSSKPQTSPHSKPSLGLTL
TNIKRRLSSNSSSSSSSSASHAKTNIEEKKVVSSSKPPKFKETTTSTTSTSTSSSSLNNTTTSIALKARPPTPPRQHPLV
QHQQQPTTQSNTTLSKPPLSPGAKRIVKSSSTTSSSSQFNYPSDIVDSPLIKHGYNKRVALTPLPLSLSLSTASASASIA
TPSSTNVSLKPRPPTPPKISISN                                                         
>Ppal_EFA78739_1                                                                
MSQPSFKRGTPVMDSAYRPFNNNFKHIPQQSQEFPHSAPVTPKFHYSKESVSNFKTLTQSPSIASSSNTITITSPYSSNS
NNNNNNNMIIHRNRVNTSNNLHKNTHCESEPASFAMTPRSNYQSTPNMNYSPMDISYSPFNLSTQTPMITSPIESSLSAK
QLEDLLSQFPEEILITILSFLTTSDLYSCLFVSKTWRRLCEDEYIFKSICQFNYPCLQRYIKPPFETSWKRFYRLRKGSF
LVLGGPVAQSSCMDDICSKLRSVGIKRIEHFYTQKRIPTLEELQKYAGVLVYSYNSSAFMCGQAMGDVLADYVDNGGGVV
VTVFTNCNNLRNGFLKGRFLEQNYHPITPSRQHDTNGKKPLTLGKVFLPEHPIMNDVKSLDGGRSSFYCPGALHPDAALV
AEWSNNFPLVAELNKGKGKVVALNFFPPSSDTGDARFWSSATDGSILMGNALAYVGKSAILKKYKQSLIEGATFYNAQKD
GEGASNGLHDKDMYGHKRSPKEKKHKFLGKDFNFGGEVQGLRRFSVSIN                               
>Ppal_EFA77095_1                                                                
MAEQTVRIKCILGGDIRIIRVSVNVEYEALLMQLESEFGQSVQVYQYEDYEGDLITVRGKSDLMEAIYICIELKNKPISL
RFFLKPTNAASIRDPPSPPQIANSSSNSINNSNGSINSSSNSINNSNNNSSNINGFHSLLSNMSISTSPTSTTTTTSISP
TNSFLVNNNINNSNSNLNNSNNSNITPTSSSSSLPIPRKSSNAPPLRTPPPSPPGSPFMFTSMSNGNGSNPNSNNNSLNN
NNNSNSSNNNNRETTPPLRTPPGSPKYPPPLRTPPPSPPSSPPNNSYHMLRRPSIVGDSFIEDGDNDPDHPLDFISNHFM
SQSYSNGSGGSGNGSNNNSNNSSLNNNQNQFSIYSNNNNNSNNSNNSSNHNNNHNNHNNIINPFRKDSFGTKNLPRPTSP



LVMQHNGSGGGSNNNGNGSNNNSNNNNNSPNRGSTDLSKFNNFPTLIINEHEELINLQPIRWQKGQLLGRGGYGAVYLGL
NTDNGELVAVKQLELMDAMDSKYKSMLLSFSKDIEVLKLLKHENIVRYLGTCLDSTHLNVFLEYVPGGSISGLLSKFGSF
SENVIKVYTKQILMGLHYLHKNNIIHRDIKGANILIDTKGTVKLSDFGCSKIFSGLVSQFKSMHGTPYWMAPEVIKQTGH
GRSSDIWSLGCVIIEMATAQPPWSNITELAAVMYHIASTNQMPLMPSNLSPEAIDFISLCFKRDPKERPDASTLLKHPFL
IDSEVLHPSSHELSILMPSAPRYRFSSHINTPTTTISSLPRALMIHIFTFIPPTSNGNLLSVCKLWKNIVDDDELWIKYC
FNRGINKISKDLTWKSNYIHIKNKQKQWFESKLIQNTLKGHSKSVYCVRLVSDTVLVSGGDDKKLKVWDTKKSKPFSLKG
HSGAVKAVDFQGNDLQRIITGSSDFTAKIWNTKTKKAIRTYTGHKDAVTSINYLGDVEGKILSSSLDSTLQIWDAETGST
LSTMSGHTKGIYCVRYDREHSSNTVVSVSADWTARVFDTRTSQCVRTFQGHEDDVTCVSVVGGEAVSGSGDGTIRLWDIG
SGKTISTFVPQEIQQKLWVWCVQYDRYKIVSSGKGGVIRVWDPYNTEQCRTFGGHHETIFSLHFRDNKLVTSSKDKLVKI
WTLEDQSNSSSPMSSSNGITHSNSLSSSGLIQAPPPSPPSQHSNSHHHSSSPFSILSRTSSSSKLTNEKSN         
>Ppal_EFA76804_1                                                                
MINLDKFSHVILKHIISYLDNIDRICLSLICKSLFQDRDKFIQFKLGETLDPYIIDEKYVLPSFRNIIRNQFGQIPITNL
FRFEENQICKVGSIPDGTTNLSFQPFFDSVIEPHSIPESVDTLNLGYKFNKPLEPNSLPPRLKTLMISMCYKQPLQNYTL
PNSIETLLISYIPFSLETLPTSLVELCFVDGIPIPLKPGMLPPTLRRLTILGEYRFPLEPGDIPNTIVKLQIHPLCPLTP
GAIPRGIRKLKLSGRKALQIGSIPDTVEFLSLGESYNIPLVKSIFPPALKTLVVGGNFQHQRNSELPDTITKLKISKANV
LPEFLPPNLKTLVKLYKPGVALGKVPASLDTLQYIEMTDDIKENPETFKPPPPQIKTIHFVFDNEFRNEQFIQLYLRQKN
LSVITITDTESTYTIRRLDNETTLVLNKMVEGYLVPHQKLLETNQFTNHKLIRAWMR                       
>Ppal_EFA76493_1                                                                
MGCWISISALCTMFLLNYFSRSSSRSCLENQQQHHQHHQQQLLKEEETQQTLQQQQILQILQEIKELEKDKHSFINCFQL
LILKHQLRELQQLQGGEDLINIVNNNTNNYTFEQINNNINNNCNQQEEQEEEEVEVELKDNNLILELNNNTNNTNQNNIN
NNNNNNQINSEIDTICKEMLSNSLSTSSGSIQKQLKTQCLSSIFSSISTKKSLSQSQSEQQTSHNMVEDNLILDRYVDLF
SIPTEILVHLLSFLGARDLWNISLTCRRIWSTVESFKFWGSLFERSCPRIFYAMQFNSRWSSNPPQVKMLLCLMEDLDSD
FMKTFDANDENGQIKKIIGVMMKHSQNSLVQRETCYILKRLSYRQRKEDEHEALIARYDGIKLILQAMKNHPLNAGVQED
ACGALGNLTCDSPNSFGVYSNNNYLEVVELDGIKLILAAMRNHLHNPGVQYNTSFVLRNLARNDLSESRVAQEGGIHAIA
TAMRNHPNHIGIQTQGCGALRNLGCNDKNKVLSAKEGGINLILNSMKCFASHPDLQLNGCGALRNLARNERNKDLITKLG
GIQLVLQAMTNHYQDPDVQDEGCAALINLAYQDEVNEETIAREGGIKLILQAMRNHPYHSGVQMQGRGALKNLSCNPKNK
LTIARAGGISLMEIACINHPTYSNRFLELMRILQSALEEAGQ                                      
>Ppal_EFA76396_1                                                                
MECLTSGNDHDGGALMFGSASVDAATTTLAHVAISPDLCTAIAPYYNVDSNHQSLSRMLELPNEVTLRILAELEPSDLSS
VQLTCHTFYRFCEENTIWKAICKRKWSSSPVFKRRPLTSWRQYYSRKLSLLDSNNGLCWIEIKASGEKPSPRYQHTSTVI
GKYIYLIGGQEFPEKRFNDIFRYDTESYTFERISPRMGIPPKFARHSAVAIESKIFTFGGFNGFNKHFNLCVYDTIEDSW
EYIDSKGEIPIPRTNHAASVIGKNMYIYGGMYKEANNELIFLDDLACFNSETHTWKKLKPTGDIPPAKCGHRLLTFENKL
LLFGGGFGFQWEKKYNDVHIYDPLVNKWSKVNVKGEAPVCTFSTCFSAGPFLFVFGGQSIKSDLLTNDLFMLDTVNMEWT
KIETQCPPFPRDMGSGSIVGSNMYIFGGYMSQAIDGFDCLQLKGKLESLNHQFPSLSPLS                    
>Ppal_EFA76337_1                                                                
MEIVSMDIERSESSNHIVHQQLIVINFNLLDEFNDVSLLESLSYDAILNILVCLEPEHLVKFGLLSKECYTLSCSDYLWR
RFYPSYQFRFEQAFNIPPPQPLPRVNAKQIYIKESKKVDSISKFVGLWSEQWCDVDVNSSTRISYDGYKISVFYTKNKFS
AEFVDFDGSVLRFKLSGGDSGWSFIYSLKIADHGKLTLNVFRIHDDMSFNGIFKLRSESPEEYPSISPISPIRIITSAAS
TNTSPMIMADHSAMMIDTTSENSTTSNDNEEMTNIDGNIESFQPLSHRQVAF                            
>Ppal_EFA76260_1                                                                
MDSLPVETLLLIFKQFNVRDLLNLSCTCRYYLEVASDEKLWRNLYELDFIIKDKSKKTNSNNNISLDELLLSLDHPSPII
STNKFSKQQQRNNEIHDIIPTNGWKNEYKKKSIKFKSKEGVNIKWLLDMHVKMNIYIKNLENLMIRAVESERPELLKCLL
KYSRDYSANPLVGNKCLTKNYLRLVYDSCLNNDISINNTVSSAGSNVFTTGLLLVGKSPKLSTTDVIHSEISYHPRAYKL
NLQTISLLIDKIVSQLTLFLCAQTGNVSCLQELIQVDHGSILLSKVTGIWDYGDEINGLSMLARKTIKPSYHITTMYSYA
NSNNSNSNSNNNNVDVESILKVLDVDLSRHAMIGKSLKPFAQQWDPEWSSFTPLHWAAYGGYVSSLKVLLKFGARLSALT
SRGRTALDIARDNLHTPAVTYLEKQLAKQIKLSDFDQLKEMVKQGDSIGVNHFMNSYLFEKDVTVIGNQSIVMDLLRFTI
VQNQPNIFVMLYNTLLPNNNSTPIESLTVDQDENTLLHVACTLGRVECCKLILERCANVDVFNRVLQSPLMLAIVHKQYP
LVPLLLNSYASPILRGWKGMSALMLAADSDPETFEQLLNDQRLNLSDRNYDGQTIVHMIVQRKKTPLENMLLLADLIEAS
DDPKALYQMPDKYNNQPLHLATKSGNLPILNYLLSSPFVDGKTKSDVYKQIKSRADSNQDVVQCFEQYYHRSNITIPTVA
TTENVNETRYKNNDIFTRLSSCTIQTDQVADICRNNPTTTNQFSFISTSKLLNTHLVLGKYDVVASLMTYLTHYQIGGIL
TFLISENEKKLSEIKWFIDRVENEIRTRENANFYSTSMYSIIEKDNRLLLESFESNMSQFPICLETAFKHSSYRCARLLL
ERYSGPAGSVEEQQATIKQLERCTLKHFDQFKEMAKQFAIPSNAMQFSNNSLYSGYGYGYVTTPTETEMAIAKVADFKEI
ADNGKQIECQDCHIKVYETNLQDHQIVCLYRLATCPNAQHGCQAGPLPREKLSDHLSRECTYMVCTECDKSLTRAEFFRH
IHEKHDTETWTHCVFCNQMLSGFKMSLSDRIIHINNNYNNTLPVFSTSSSEYYHIRNECKSINLQTMKATKQMVQIYHRI
SLPYFDSSLRNAVLYMASNNNSCQTNTTSSTGFQHLLLSLQILQYWNQRLFKLEIKLNCNEFNFFTFDLDCNYCYHYDDN
QNNVFLAIDIESGDEKVLESIFTTDSGVNGFTHTTSIELRLTFQN                                   
>Ppal_EFA75464_1                                                                
MYDFQCWVCFELYIEPITLVCGHSFCKQCILKASQSDLNCPFCRQEYSLPLPAINIPLHHKILKLKGIEVPEESPDTNNN
QNNNNNQNNNNQNNNNNNNNVNNDQNNNTEHQYNVPIIKSKQIPVDQIIFSLPMIVYIQIFQNFEAKEICNLSLVCKDFL
RISNDSWLWKHKLYQMIPFCSPEEYSNNYKLCYKSYGVAYKAMGKGVPGSFKMTPFRGHTGKINCFTHINNTMATGSQDS
TCKVWNMKDGKEWYSLVGHSGAITSLQMSPTHVATGSADSTVKLWDLDSGSTTSTLSHQNSTERVASLCFNSNNYDQVVT
AIGSRVSLWDIHLGKTLESINVTGQPYKVSFDNQGRLITNTSDHFSVWDMRKLAKPLYQVTPATLYHATNDYYVTVDQAR



RLTRYSTATGAVLESNVLPAYGNVTCLVATSSEVILGIGNNVYSYFNGQIKTTYANHTAEVQCVYVDDKKVFSGSKDNTI
KVWDKQNGTRLYSLLGGSNVVREGEEPPTGCMDLRTDQSRVIGSFNNLIRIYNFKIK                       
>Ppal_EFA75443_1                                                                
MIGDYTNNQIFSHFDSFHYENSYEEKREEEEKRLQELADLQNAQSGKRKQRLVKFLSHSRHVLKKTLSITNFIHTGKKET
FISRMPMELLVHIVGFLEYSDIWNVMLVCKEWRAIAQDEFLWKIIYQNYFVYYPNREAFAHQRKTQKDLHWRDIFRYDYI
KETKWSSDVYKESYLHGHTGTVWTMLYDDENGLIYTGSFDKTTKVWDLKKRKCLYTLYGHSYPVQCLDVDNGFMVTGSLD
NSLRLWDLGKRQCHSIVSTKAHNFDVFCLQMSGGLIASGSSDSTVKLWRVDDLINSEESLNDRMDRGEPQVNMQPLQTFK
HNSCVTCLQMTGDRLMSGGSDKVVRVWDLNAQKESNVLVGHDEGIRCLQFNENILVTGSNDTTVKLWDLRIKHGAYSSLR
TQGSIRCLQWEGTSLITGSNDQVVRWWNLNTGASVELFQSESSVSCLKFKDNMLMCGLSDSKIQILKFV           
>Ppal_EFA75078_1                                                                
MTDFNIYLYKFAKMMQQSNSSSQLQLQHANHQFVPNPVLSEPTECKFCQSGGPVLSLPNQIAMCSKCQIVVHNKCIQLKE
YSNHHCGGTVSKHQKKSSGLSNKFKKMFSKSSKQALQSKYLIGNYIGIKNNLDLFVKYGETMVQSGQLLKDNLKTWIKMI
TAEDTIKKIYNKKYYDIFNKVRVDDTTFRYILSLQYESFGSADSVVGGGSGSTLGGSGTTINSCQIGTTTEIHSKSMTKE
THTKSSKILGEMKVSADLHYSITSRNDIGQFIMLSILYRLMFTSENIIHFADQETLNTLSTLYIFYLKTIKSTPLSPILS
SSQNNNNNNNNNNNNNNNNSHQSINQQTIAILNTLSLKLFAILLKLFENGISRIIEALATLCVEKDNLSEKLQVDEISSS
DGIVTLLGTYFKKEPCRSIIEKHPDWLELILKASTRNCNVHRELDPQQVIFGEMLYESPLCTVYQGRFEGNDVAIKQLSI
EGLGFEWPLFFKEVTIACVSQHPRVVKCLGAHTQNTGTPFIVTEYCSRGNLMQALESYVRENNSPPPLYLIHNMAVEAAQ
SLDFLHSKSLIHRDVKSANFLVKEDYSVKLIDFGTSKIFQNQLNMTVIGTPVYMAEEVIKGEKYTQSADVYSFGIVLWEL
FTRQTPFADMHEFARVNFVLQGGRPKIPDSVPNIISDLIQKCWNANPLVRPNFKKILQTLYVLSHPAPLESCLTVIPMVD
IHLRTDNATLEKIFKLLDFRSLMICTRVSRSWRRAVFIGISNPQTSQSYDNIYWKPMIDKSITDLSDHIAHEESRIFSSV
K                                                                               
>Ppal_EFA74639_1                                                                
MEIFEKKLTINNFNININNNNFYSNIFLSDKQFYFFDPSVHCEIYDRNKHYHFGSRENDSEIVSLCVIPSVFSKSDNSIV
SKSLVLASKSKFSIDSLPLEMAITIFNQLEPRDLFSFSMVSHKYKEIIGIYSWNHLYSVRCPEIIRQLDPTYLHPLSIMF
QVYPFMPYENQIQWLMTVVRGIRKYSLKLDSKDFIEKISNFYHDFVQFTVSIMQEFISIREMVYLSMEILSLIFKDKQFD
NIKILVHKKIDKMVIVTLKKYESDPEIQLSGLNILYRIASDNSMRPALANDGIFEVLQRVQIQLITNKKPNHLQPLILEK
CCELLRNLAFNESLHKYFEVNKDIIKNTIKVMRLPIMTKTALIEGCIALNNICQKSKTGLLTFKTIYLFQFLQEKLAKLI
YKYGGVKLLCDLLTISNDVDVKSEIINNFTNLAYFSLTIRMSIYKRGGIRLILKEMRDNPMNESIQNNCYSGLNNLSFTI
VITKKIAKSEAIELLAVASSNFPQNADRYNHLLSCLVDLNNGVI                                    
>Ppal_EFA74637_1                                                                
MDEENLGKLLKSLSNCNYVEFVKIFSMIHGFDATFEFLRNGLTTIPFMAFKRKFWWGNNNDEQSSSSTNTVVEEKPQKFK
RQAIRSTWEDDEQSWLSGPGANPSYPSGGGMSYDSDHGYNRRSKYQRRTSAPSSFKTQKHLKFSDLPYELIINIFGYLKT
TDLLIASLVSHEWSRICFVSTIELNIDNRNDITDPIISKKIYRHSNYLKKIRCASPAFAVTVSILAESVGVRSLHSRDSE
TSRCAAPSCRRSQSTPDSNILASVHHSKRSHSSTPLKIGSP                                       
>Ehis_5_m00464                                                                  
MENWGELIDNEINSNGWEIFPNVQECKEARYKNTETTVVDVQLSMSLKGCSIYTFLNNPIIITKWYPFLHSLEKRGDEYI
GMILSPLAQTFVPYKFNFFASVNNTSFTVVLQGVPKILIILKEMGNECITHILYYQNAQPIQLLSSCLLIFKCLSAALSG
IEEYRILVSMEHACYPRYTAPPLSRYIHESQRVRITANEEGNEMFIQADIKVPLRPQTFYDLVTTKNGLMSIISENIGIK
DGPILSYRHLQFSPLVQPSISMDIVQGSRITPDWMALIFKTTQYPGCLHEHHSLIEFKESVISFRHCDDDDTRVRFSILL
NLPIIHSFPLPLREKFLSNLVAPTLYYFATIASPSLLTPPKVFPTDPNLPEMITIESMSSLLLNAITLSKTKQKQITTLT
SLPDSILLKIFSYLRIDAIRNVQLLCKSFFSLINGSLAVETWKGIYHSTCYYNGRLHPEETKENLMNVAKIQALWRTTEF
KPTIQQFGEKAITAIDINGSIFMGNEDGEIQEIIKEKYTQKKYKKSLSSVCGIKRIGRTTYIGYRDGKISIIGENKEETK
IVKSHTKMDFSLDGRYCYGWGKSISVIELESGSIVNEYEPHMATITQVKEMKNLLISSSLDKTIKVFDRRSNAITMDLKG
HSNAVKGFDVTGEWQIISCGDEKASIAWDIRTGKMLCKSDLAVIPTCMATFNRKVICCGTNGQVVLQWNKITLGDRRYIF
KVPNIPTSVSLDDDIVVVGTSNGLIYLAPI                                                  
>Ehis_6_m00443                                                                  
MSEPLEMPESKSPLLIQTDELNTHGNASPSFTDLPEDIIDTIFNHLDLPSFIHMTSTCKQLYTKQNDLNLLKTVTQSPQS
VSTIGETIKNYQVIKMSELIEKEFTQELQKSHNLQTRVRCGLIGRRCLQNWFTDIVSIILLFLFLLLGGLTLDGFISTTP
ILVDIILLIVFQVIAPMVSSCCGALTKDNNFIEHMSKNNRDNKIYNGLFSYIRQLYYFSSKRSFLHFIPFVLLSTLILFC
LYFTKYIDGFVLLIPLTIYLFCFTFCGCFSCNLLPWAWSPPKFECWWLTRIIPYIFLIFVSLFLCLLRGSEVIKGYYSCY
LIPFHISIVTLLCESCVLTCKICYSLPEGRCKKIFFGCYDNELEEFTDGIEDICECCLCTHYASIFWYFILILLFIGLKL
DNIVHWYWSLTLIPLEILLFIVVVVGEFYAFLSTQCIEGACSCCYYVVDNSYISCWRYPRIEMFFKFLCCTETRDHPLRL
LCCCD                                                                           
>Ehis_92_m00170                                                                 
MNCQRSNKNKKGNSPLKFIYQTKVFEYLELKDLLNCRLVCREWKMFLNYFPLQCSIYSKSQIFSIFPHCSNVVINEISTP
IISILNTTKWLQSLSIRHMTQESCNLLSNMDLKMLTYLEIFFSNATHLNINNLLNLKKLMLYDFPSLLDNGLICHVESLK
TIKLSSIPYFSFKNVKQFSPYIKEIELINMPKIGPKSIQQFNHFKKLKKLTISDNEELTDSVLKENLKNVHLEQLTISDC
TGLEGSFISGLPPLKKLTLTFNKSLDDRCLCTYNHCEKIESLDLFGSSIIKIPSFPNLKRLSIGYTNTLILNLTHLTMLK
SLDVTYLKLNDTDLNQIAILTGLIALNLSFNTSITNTGLKKIISSCKELQAINLARCTLITSIGIKMLSQLKNLRFCVLP
NFMKIYHDQLCDEKNLFNMNNEWGHNN                                                     
>Ehis_111_m00120                                                                
MWNWFKSSPQPQQTNSPSLEQNKSHTIELTTFHENWSINNLSEDDFHKVFGYLSQKDLMKCRLVCKTWKDYLKTLPELTV



TEPNSKLSSLFREIKRLNVDPSSEMDCSALVTRLSNLTSLKCGKISQDTLNELYTLKRLECPNVIPPYGVEQIVSESIQN
IRKYTSLTSLQIYNITDSDIPSIGKLTGLKKLSISSKKFVGKIEDMIDVSQLTSLEISNAPLGPEFYYNLYLFPYLVFIG
FTRCHLPISGVSAQTPLSQLSPSDGFIYLAGCNSLRYLYLNESEVTNYHLDVLARMDNLLGISLKGCPTLSDYSLTPFKT
GPIRKSLEELNISDTMVTHIGLQVIARLKYLRVLDISHCDGIKILSPLNSLKYLEVLRLSNVHINSDTLQDAFRIPPKYL
QQLLVDARPIDDPLLTVICSKFPNLVSVNLKESQITSRGVEALQMVKYLRYVDFSKTSVDDQVFEYLSKITSLETISFED
CQNISGEGVHVLEPLRGLRVLNFNGCKNFSEYSLKEMEDLSVETLRVSGANQIGMEAWKYIAQIEQLKRLDLSFTSVEDN
GIQEMLKSKWLEVIYLRHTKITDKSIETLLCCNLIRKIDARETNVKKQYNFANCIVITKDSSFKQNTFPVQQQSTSHSSH
SSSSESSEDDSEIENKE                                                               
>Ehis_258_m00049                                                                
MNATIQKIIEEYHNINLKEYNKIPNILSPPPNCLQSYELGRNGTLKVLTEAFSPFKLSQIKKVFENKEVFYSLFPEITQI
FFEGNKVECKSSWIIWNVLQEYKFIENVICFPNEIFHIESNYWPKYVEYYLFCCEKHLSGTRVVIEIKFNTTKIHKNEFI
WFLNNERSFIYNLNEILKNDQESLLLLNLEREFYTRLNQISLYQITLYSSESILMKTNSQFDEIIITGKSHYTISIKILL
ESLYSHCLQSPLFPKCKIIKQTERIIQKHGETPFFSTTPYSTDIVYCSALGEGSMFTAAQSMKCSCPLPHTPNFEVIICA
ELFNIQQDGTIDSIYYYHFKTPQKNNFVPYIHSRTSLNLFCAFLMTRFGVENNIPSISISDVSDISLISKQMLAQAIHIK
ENSLKKQRKILFPLNEKEIITNNIFTELSNELLHQIFSYLPLEDLSSCLLTCRKLRSFILSDDLIWQNFYNLYFSISSFN
QKEFHTPKPRYIETKSIAHQVLHLQNIRIRWKTKRPVIRKRIEAFVKCPVNFIFSRTKGQSFFVATSYGKIKSFEYNSFN
LMKDLIINDHFITVELNYDTKCSLMVSGNGKIYQYFYETNKLNIIPFQKHHGCRFTDSCKNILCWEETGNIDFIDFQSQK
PWYSNNFNQCHISCIDKVDNYFYISCYSDSRIIGFDSRMKEKAFETNSYNNINTFDYFDTSLVCGCNNGVISLYDYRMNR
ITQNRAMQFTSINTIKVWNRKIVFGGNDRQIGLLDCTKNWFGNYQVLYTHQTPIVSIDFDDSVLISGAAGGFIIYSSFV 
>Ehis_345_m00053                                                                
MQSPLSSTEEEITLDLLSMELLSHIALELEPKDVLNLSLTCKKFSPLINDVNYWHHILGYSKDDEKKLIKEYQEDYVIIK
QFQPKDNYSTTTGLSKKDKSKSLPHRRGKKIVWVLVTILLNISWDYISYFCDIIFLILLVLRLDRVFMFPGIIPFLFFSV
SIITKTFFPYLAIIGLRYIYGPFFDLAYLPQQNVSVILISSIYLYSSPYIGVMSFFSILIFFFYILVLCYVSNIIGFIFV
LIPPFLCAVLAVFSCANFTCLPVYKRAPCSFTKVLYCTIPSCSIVASIILIALASLGDEYVPYYASFLPLYVSSIYEIIL
FSFTTIYLSCCSNKLLVSDLPCYILLFPCYEKKTVSEAITMNQFLLFLLIYVSIPLAIFLILLSMKLDGFVDVKFLYIFI
PFFFLELSIVFFSLAIHIGCCITHGFSESNNYKLHNNEEDISSFDEQEMDTLPPAVIRGKKLNLPHK             
>Acas_g15                                                                       
MTRRLAMGGKPLAAATALNPFTQLPPELSFHIISFLSYKDALRLAQTSKAGYEYGNDDMVWKNLIQTELGISFLDGCELV
FDEHMQRRQAGPQDQNRKKSKAIANNNDDDGDMMDIDNPRPEGKTWKERFQHLLAMRGDLTPVQFRSMRSIRLPALVDAS
EPQRSPCGGGDCGGMCGAAPSTLGCKHYRRDCKLLAACCGRFFVCRHCHDEQVHDHRIDRYATQLVLCMACNAIQPAGQH
CTSPQCQNRSLGSYFCGVCKFYDNDPDKAIFHCEFCQVCKLGRKGESFHCHACGRCFSKAVMATHPCLNKRQQTVNDER 
>Acas_g157                                                                      
MEELRRRPWPNCPTTTLVSGGLGTLNVFADWMIMKILRLLAAEDLVQLSLVSRAFYIYSDENDLWKDLCIRKHAGDFRYK
GTWRRTTLLPKEKDIPTPYQKIPVPGFHSDYLYSKWYRGNVSMAHFSELPKDLPPHLQVPRRSGLTVNEFIEEYVKPNKP
VILTDVVTQWPAWKEKSWTREALIKRFPDTPFRVDQTDDAGQKLNMTLSDYFQYCSQTQDEDPIYVFCPLYGDRAPKLLE
DYEVPPYFPEDFFSLMGSERPFYRWVVIGGPRSGSPFHLDPFKTSAWNALLVGRKRWVIYPPNQVPPSGVDVDEDEDTGE
IDYTGEDPIVWFLEHYPLIKNRDVSQHPIECILEEGEIIYVPTNWWHMVFNLTETVAVTQNFCDSHNFEDVYKDLAKDKE
FKKGVYLFSEKMLMMRPDLMAKVTLPKSYWKKKEKYRIRELEKREELRRQEEEKQATVEETEWNESAFWRVPPSLDHLDE
EEREALKNTKVHVPPLSLPSSSSESESESESDSDDTTSGDSGSGSESQSESQSESNTESHD                   
>Acas_g199                                                                      
MDLYTLMEKEDRRHNRGACPVCNVELALADIEGHVNRCLDLALQSDDEQLAKSLARSGYHPLATASSPAAGAGVGPHAGA
GRLPPKQGTFSAEDHAYATLLLQEMDADDDDGQSQDFTEVPLSDSAEKRMAVHMTKPGGLALDMAALRRSQNAEQAAKAG
APTAGQPGNPSARAHDKQPKDKGKQRLLVDDDNDDNHDVAVHRGSNGKIDDDGDDSDDSDDTVFKVRLDTMSKGQLKKLC
LKQHRKIERMRFLIQTLEKDLKNVRVSNALDDDWQRETRDEWESELAHQKQEAGAREAERRRKAIEDAQEAKAIADALEA
VKKQEEADREAAAAAAAQEPEPEPVPLEEPMAGNEEWDPASVEGNGLFDLPREVMLTVFARLAARDLASLSQTCKMLIEP
AQDPLLWRLLFVRWIRTANAKRWGHVDEAAILQRFGPPPPPLIDATSESYVKWRYATIAGNGEKWMWDRFQNTLSGFSFC
TRTQQKWKFEGSRLRVVTGLFNYPVLEWSGSTLRIQFRPQKAFQCRAGVGIRDSFWNQDLWRFARTGQDQQQEQQEAEAA
EPEVENENESYMAMRIAMGGPTSLRAPYKVQGDVPLAIVALVLLQVTGHL                              
>Acas_g318                                                                      
MEELQGCGGLPLEGLPVEVAQHVLAFLEPLDLLHASQVCAGWHQLAADEWVWERVHHHTFGGPLVTATPKKAKTKKKTNS
THSSQDEDEDERKEVEAAARRRAKEYEARSKTWRGACLIAARHVETRNDHPAALARWACGCGHHRLLARLLGDHHREATA
HELDALLATATTVGHEAVVEVLLRHGGANPNFPGSAGQTIVHKAANLGRLAIIELFLSYGHIAEPNRVLVELKRRQGKGA
SRGSLAHQAAAQGHLRLMEILLTSAAASAPADRRDAARALLSATDSRGWAPLHHAIQNGHIEMVELLLRHGADVDQLLVS
GTQRETPIALAITAAHTAHTAHTHYVDIVRALLRHHARLESIAGNPEAVGAMHAACAVGALDEVVDLLLAAGADINARLS
GDGRTPLLVALRSAHCRLRTVERLVDECGADLRAADLRGNNAWHYVCVGRPSAEKVAVVEWLRGRGVPLSPAGSSAQQSG
AMLFALLNSLVHHYPHENADAARMLATMWRLLGPGLDARQRLRACLEAARCHHTLLAQLFVVATADDGAAPDAVVGIDRA
TATRVLARIVSRGYMNGYEWRDPFALNNVAFLVREGGADVNARLPSRQFTDNPNDDDDEDDNDDDDDDARDVQPICFGVT
WFDFKMLHRLQELGAELRARNAMGDTLLAHYLRPTTTACPATTVPSHDPVTDWRTMALFVSWLAHLVKRRGVEASLAGIY
LDLDRPEYHRWPAWAKTLVREWVTRPDRNEFEWDAYDTNAWPRHALMLACRTNEPLW                       
>Acas_g388                                                                      
MVNEGRCGQTEAACSSAEGLPLELLAEIFEYLDAEELGRSLTVCYGWYVMGSENRLWAPLNHKRCWGSAEDPAVDPSGNS
EYRHFVANANMLCLPKNASPHVSVPKQLGHPVISEVFLAFEGNKPGSQLVLWGSRYSAVLVKYSLRLVDVCCSPFEDTEP



QIFHAEELDLQIRVNERLVHFTVTSQYSHYHTPSLSHFRVPHDKLRREWNRHVDPRVRLTWRQPKT              
>Acas_g395                                                                      
MGHAATSAVISTAEPGTEGGVEEEVFQSKELMSMVVSLSDMSITDLSRFALVCRRWRDVARDPLFPFRLSQALCVGTIEK
DVRPEFVWLSTLRSERVVSASAGGSHCLFLTSSGRVYGMGTNAQGRLGLNHSVHACRSPEFVSSLEHQHIVKVEAGFLCS
FALTKEGKVFAFGSNTNGELGLGTNTSPVTPVIVDALNDEEIVDVSSDMHTFGQLGHGDEACLMTPKPIAVSEHDEQLYA
WGRNEHGELGRKDKSNQSLPTPLKVGQGEPIDSITTGTWHSLVLTKEGCCYTFGTGRASLGSKDTAWQPTIVPGLEDQKV
IAMAGGDDHSLFVTEDGVYAMGNTKRSRIGRHNGDALTRAERLGGGLGNKGRPFAVTAGDNFSVVLL             
>Acas_g411                                                                      
MEDKVRRVVLDQPSTNYGSGGQLPAYSAAAMQQQMDDLQRAITQLQECMTSWGVASYVPCTMPALRVLSAALQEDRRRLG
TFHAFLQRNGQELNCAGQGYFSVLPHEVVLSILSHLAPKDLLCVALVNAFFASMCSDGFVWSAVYDRIWPLSLCFTSPWH
RHSLTPPTPSPPALQSPASTSCTSTADHQSGRSSDTVGGDDPARLRDSGVSWKRVVQQRAQTERNWEEGTYRVVHEFSAT
APLSDMAMNRCRPSRARVMVAFSTYSNKALLYDLNSGEKLQEVGLDDTGPMGLTFMDDSTLITCGHRDGGLQLWDVEVGK
CIQSCEEADANGVAPFEGTECGNTDLSHLFVSLTAKKVEVYDTRSLSRVMSLRGHRQLLVCAAARSSKGGRIASGDMDGT
VMYWDLRTQKSLGSAAYQDMRSRVHSVGIDPRRDVVVSSSGMGHLLLWDIDGYRASPIPTLQVGRVVDKVRTTVGSFRAF
HTSMDAIAAVQFRGLDHFVTAQAGGRVGVWNTKMLLDGTATNREYVCSQEPAEAWNEVKFMVCDDERVVTGLTCGIVRVL
SYYPSA                                                                          
>Acas_g513                                                                      
MDLPHEVLLKLLAALPVADLGRVEQTCRLLRALSHENLVWRAKARERWSSAPPSASAATGVVGAFRRPVHHLRSWRRYFH
YKTLLHSPGALEWHKMEREEESVQARCAHTGCVVGDRVYFIGGQDSRDRRLGEIHCYDPRHNKWEALEVPQVPNFARHQA
VAVDDRIFCFGGYDLERFYELAMFVPATGSWTYPEVTGDRPPPRSNHASAVIGTRFYIFGGSVGDNVNRYETVNDFYCCD
VATFRWTKLEAKNAPSNRVGHKMIAVCGKIYLFGGGVWSSQHGWTEQYNETWLYSPEENEWTEVKVAVRPPVCTYTYIFS
FGTHIAVYGGASITGHSVQKELWLFDTIAQTWDKMEVAGEEEPSSRSMGSSDRVGNSVFFWGGYSGGVLPFANDFYRLDI
SRAIDLAQPLFRDTDHHGSP                                                            
>Acas_g521                                                                      
MEAGVKRWPECQFFFCSNPGKPARIDGVVGARAPPPESTSASPIVSGFSPVDVIPPEVWALVFEFLTLRDLQRSAALVCR
AWRAVATDQCTVARLFWRHYHCDRQRRDRQRPTSRYTDAQLRNRASGASRFVPRAVLVDRLSMGSVLDTANAKRMRSMIC
PDKCVTMRQHVTRDT                                                                 
>Acas_g563                                                                      
MGGARSRPQGEEVPELGPYARWEELPPLPVATPVHHHHHHHHHRQRQRQQQHQQHQQHQGGGDEAQHAAASDSGGAARGG
GGGDEWSVCWAQFAQPADDPALERQLLRQVHRPRPARGWTAAAQSVCTFPPPTHAERMGDCFEAVLYAEDCASVVLTHGR
GFGMAPYVAAGRTARTVTKSLRQQLGRIATVRDAGRALETAFGEAHESIIKGYPEVWEAGTCTVGAGVLLPVAGLDEGLR
RKLLAMEEHAHHRQYRRLQHYPDSDALQLEPDQRKRKRKAVLHPMSPAGRRPRPEAPEEEEEDNGEEREATVGGHGREES
VRMLPDDVLFLIFRSLATDLPALAAAKQTCRRWHAVASSVRMADHQYLFVCGVIGDVRAYHYSRRKNQVLEITEGASRDI
TDPRDAGGYLGPYSDQGKPDLRNKNYCVVPCEEGDFVFLLSNGAWRNLQPFYLRHDITAADREADYPFLAHCPHHRTVGR
GARATACSTRWDTAVTLPLLARCLARAAADAQGGLSAEAIVRAFIDHAQQATQPVRQWIMDNPGRRLVGYDLCAGWMGEA
SCVCLAVGRRTSDP                                                                  
>Acas_g656                                                                      
MDDATAVGGEEDEDEDDGMLLRSGIMPPAKKRQRSNSTAEATHRRPASDDEYDDEAKRAQNDDLDSDEHDVLDSEGHGQQ
AVPAIGSTLMPQLRGASEHVRVEGKDEAKKEDREEEMEGEVWWQPAGEHHLGFADMPTEIQLRVFSRLTPNEVITASAVC
RHWRALSQDTGLWRDHVNSLYGSLEGPGAYYRDIYIQTALGMRKIQQIYAASLRKAQFCLSVRRLAFACRCGAVRWVESL
LEDLTARNIKQLLSVGLPLENLTPFMIAVKHRHKGVVNLLLPYLATDDDEDDAAQLREASAMEGDGSDFTIYDRWNNLLE
ALTIAISIRDTDTAVVLIRAGADVAATNCFQQAIYKGDKEMVRFLLANGADKEAQLFLKDYAYVTPLIFAIEMENREIVQ
MLLDAGADPNTRCEHMPYGSPTRVNVTALTVAVGRCNLEMAGLLLAHPGRLERANWKEALELAKEQLLDVASEERVHLIM
FMQAEIERRHAKWVTMVQLLRDYAHSAVFIDDQHDQDEKPGCFLM                                   
>Acas_g697                                                                      
MSKQAKTAMAGVNSFLSRVEAHKAATPSRDPHAIRISDMPEEVLLHIFTFLFVEDLMVIGAVCRVFRAISKDNNLANNFR
RNVNVCFIGSCGTGKSTLAGHLQLLLGETKQSDINNAAEAAKVLGNLRPNAKITFIASRRKADRERGVTSDNNYLHVLGS
HHPIGFTLIDSPGHRDFFRNTLRGFLQSDMAVWVVDRVHQTGDLYSRSDSFCEAPLLIAGSNMRCSIVVVNKMDEREWST
SKFDEIKIQLAQILTKRRVKTDNVIIVPVSAATGWNIVHRTVVPPVNERDAQEADGWRTTRRRSPDFMVETRYFMAQVLL
FFGPSINPALPPATKFKIHAGYRPLLHFVSGTFTGQVVAIHEAVDIKTKKVLEQNPKSAGGVGKLFTMTIASKVARAIEP
YSKSPAFGRFFLTDNNVLVGAGIVQATAPAKIGPSFASVAVGAARNTYSLPHACESCPATYPLWGTRVTVAYATPENKNK
PRRGVCANCFFEAWSKDPTIAERAYSP                                                     
>Acas_g810                                                                      
MQGQDSKQLHALLERFDKREEKLLDALPLDKEERVKLGKELKYLREVRDQRIDKLLLLQEPASGDSPGEPRKRKRRASTI
DRNSSKGKRRETGHAAYDLPPELWCQIFSFLSRKQLLAASLVSTVWRSLALHQFQHVNLSLVKFSPPEEVFRKKFIFACK
NLPSLRSLNLTGWGSRGIKDIGSMLAYLPSSSLFHLYLDNTPFLEDKYLPLLPSSLRTLSLSHCNISSRGLKYLCTPHPL
HAPTSPSLRSDSDEDLPLIPVAERQPSDWVPGQPLPTPFPQLQTLNLSYCPNITNHGLKYLRGLTSLTSLDLCSPSFRVT
SEGLKSLPSSLRSLDISYMDKLTDEGIKALRAVCPDLQVLNISKCNKVTNDGMRFLPAKLRTIFLSHCYNITDEGIANLA
VAVPLLENFHFSYSSLTDDGVRHLPRALKALNLSFCPKLTNEGMRHLPPHLHTLLLSYSYKITDEGLRALPPSIATLKLS
RFFEITDDGLQHLPPALRSLDLSLCDRVSDQGMSRLPPTLAELNLSRCDGITDAGVAQLPRSLGKLDLSFTKHVTDACLR
SLPKALTSLNLSSCPEITGEALADLPLSLSHLFLSHCEKVTDKIFTSLPRPLETLDISSCSGVVEKYLLDNCVA      
>Acas_g817                                                                      



MEVEVPEEVELRWLALLHWTDLARAALVCSRWHRIANDASLWAGAFVREFGNEAASAVRSTSSVRKALDRLWGACASTSS
GPDSWYFQGKTQIYRPSRTEGKEWRQYPRNVPAYNQIVANDEPWDDAEVEPHQEDLVEVRDADRAAHIEAGTRGEDGTAK
PLWKATFLRHYLLRHRWLHGCDPAQVGGKGNKLADAATTTDTNAVVRVVVSGMKSSGKSHFLRALAPDQQVEDGGVNVVV
VKASDGCTVALLELRRPNALQFTQDWCKKLYNGAMVAGIIFMVDSTEFRPFLDGQIGSDDEYKRMEDVYKRFHGVAGQAH
NSILVGVVCAHKIDLATSEAEKEELQEVVSRKLRVEGLTECGWYSSAQLSTLGTSAADLDSCLTAVEQFVTKHKRIKLWR
QY                                                                              
>Acas_g871                                                                      
MEARRIDCDEEGKRDELHGEYLLLQDEEEASRLADELAPDDCEIMMQSRSALLQGLYLALPPSSPDATTTFDNLPEEVIA
TIFAFLDRGSLLRAAATCHRWNRIASDDALWRPLYFLPKHQHNNTADVDVEAGDAQHEQLMPHTSPSSLQPFFLHAPTHS
WRAAEAWQRARDDQWRALVADRDREAEALHARLQRAEEDVYALTVCCEGLEAEQALRFEAELALRGARAELEDTSYELMG
RTHRLEEKTEEAARLARALVVAEKGREEEKRRADALEREARALRERCETAERSLDLAAQRWVKEKKTREELLDLLGREQR
SRSDLTRETIAALFKQLLAPSSSSSLPPSSSTSRSAPSSSSAASSSSSSSATLSTSLPPPSALLSRHGPGKSAAAAGRAI
NGATAPQHGNPATLASSTSPPKASLFPKGQTKCNF                                             
>Acas_g1011                                                                     
MVGAVLSWLPAESLVRSGLVCRTWHQAACDDALWRNLLVRDLGAAPVGLGAEGVTAKEVYCLHARGASVVVPLWGHVDSG
KTTLFNLLQQLSAIANGLPTMEGNTGLVRQVLSKPSNTTTNPGRSVFLYCSTHLRASRDRGITIHYQEGRKAIPLAANLR
AMLVDMPDQPQQPGHSDFVKNAITGAFGAHCGIIVVAAGQGEFEAGFSRNGRTREHILLSYLQGCRSLIVAVNKMDDRTV
GWSQARYDSIQTEVLDLCKRTGFASDRVRFVPISAYTADNVITKSKHMAWWTGPTLLQSMLETIQTLPVWANPPTPPGAV
SRRAGKVLLEASVVSGRVKAGDKLSLPALGLQGLEVLSLEQLNKPIARAEAPFDRVGLMVKLLELTSKSGKKDLDMGYQI
QAKYLRRGALLTKADRNVAEGAPEMRRVKSLTALVFVVNHPRGIKDGYKPVAWFHMFNTACSLRLLQEVDKKTSEVLREH
PVSITNGKACLVEMVPDKPLCTVVYGEQPPLGTFILRDLRQTIGAGVVKSIEWADDGKTGLFGRLVQAKSVEPPPVTTTA
LDTLTVTVTKATIQAFCPWTPGGASVRLEVASQDRDKPGIFTHQTRSVPDTLQPAFEESFVFDSVNPHGLYLWLELVDTT
APHRDFGHRTVRLSALAHNGGVIGGSYDLVNPTKHINSVVIKAQWVQSTASAGPRRVWWGMRDAQSPLYPGLVMPFLTSR
FLDPEVSHRLAVKSAALGLTPVDEWKDDPRLGVTVWGRHFEHPLGLAAGFDKNAEAMEGMLGMGFAFVEVGSVCLKPQPG
NPKPRVFRLFDEKAIINRYGFNSDGVLAVAERLDQFRERQKRVIETAADSAKKRGLEKGVVGVNFGKNKDRVMGGTDGEG
LGDDYVELMQRLSPYADYLVINISSPNTPNLRLLQSGSELQKILEQAQAEDIAAAALKYKVDGIIVSNTTVSRPLRVHNE
QEETIAKEAGGLSGRPLLEMSTQLLRDMYRLTEGRIPLIGVGGISSGKDAYDKIKAGASLVQLYTGLVYEGPGLVGRVKK
ELVELLDRDGFRTIEEAVGHDHHKEVETK                                                   
>Acas_g1069                                                                     
MWTCPISPQNLREVQDSSRYFSLKIASDINSGEEICLGIAFYTKDDSTAFVAKLWSVIQKVNAVKELRNEEEMQKKYGDM
KLTDDDDEDESLWLSMSDELAIEVFKKLSYRDLCNVACTCVKWNLIANDDLLWKELYRKERYPPMGGSDKMRLTGTRARQ
SLFFSWKTNFVNEWKRAHPVGKQGDEQVEIKNYVPTVFENHVVTRKIGDFTVDLNLWDTAGSGEYDRLRPLYYGETDVFI
VLYSVINRTSFQNVAAKWVPEITRFCPGVPIILVAGDVHLRSDASALQKLAAKGESLVTEEEVPIITIIIVIIIVTIIVI
VITIIKR                                                                         
>Acas_g1078                                                                     
MEHLEVDSGEVFPKELQTKVGHLKSAIDELAHFLEHRNMDCYFQNLLAQLSQLSRDVDCRLDEVSTFFTFLSSHQVPTTS
TTSGYFSLLPDELLLKILSFLTEQELSAVASVNQQWKRLSGDESLWKRLYFRRWKDRKLGPRQPHVNHYFTLSALAAIKA
DRNTLSLSSPVPLGAVKCRTKPAGSLSMSGDYLSEEGETSHDASYDRRKREKRDWKDNYIRRRNIEANWRDGRHKVQTFP
GHTSTRVRCLQFDDDKLAMGSFDQKCVRVLDFQTRRSLQELVGHTGGVMSLKFDRNILLSASRDRTVKMWDMTTGANAAT
FTEHVASVWCLDWDGGFNCVSGSEDRLVKLWDLKSGKCIHTYTGHTKGIGSITFDSRYVASGSRDKTIRLWDQRMRRCLH
TYKGHTNSVRCLSFDERKLVSGSWDNTIKIWDLVTGEQTKNLKGHTDRVLTLQFDDYKISVGGSRDLTVRVWDFS     
>Acas_g1133                                                                     
MHLFLFGDPNKACKTFVEPSQLGAFAVLPHEVLLIALSYIQPKDLLTSVSLVSKSFRGFALDDHLWRRLCLLRWGDTILK
ETEGGRNPDEGVKSSRRKLQWGWVYRWRSLVERNWWRGQCSTTTIACPAEITCVQTDGLTIASGSYDHKVRVWDLVKAQW
VGDAEAVDETNANLDEEPEPTDGDNEARMKTCIHSKGFCKAKKHVPTKVLTGHSHRVYCLQFSGNTLVSGSDDHSIKVWN
VEQARCTNTFIVALIARCPSGEGHTRAVRTLQFADDGTLVSGSYDKTVKVWDMQTGKDKATLKSHTTCICCLKFNDRMIV
SGSFKAIKLWDTKTYKPITLVEAMVFSPVIPSTSRLVRSIP                                       
>Acas_g1204                                                                     
MIARATFAESPLMEVPLDVVVHILSFLEPFDLCAVAQVCTKLNEISCADTLWRHFCNSAETAALDTKNEEEEEATVRWKT
AYMAWLRPRLKLHAQSQVQHLRAQASKGTQPEVVKVILIGEAGVGKTCLIQRYTAGQAIDGYVPTIGIDVTRKMLTIHGN
TVKLWLWEVGGRECFRKLADSYYRTMQGVMFVYDAANAETLKGAQAMYARLIAKHVCCPPALVAPILVGVRHHHGAGQPP
ASAVSEAQARAAAREIGALAWMEVDGHDALQGTIVVIVAIMIVSV                                   
>Acas_g1212                                                                     
MEVEALPDEVLFHIFSLLTPTCLRSASLVSHQWHQVAKDNWVWKSMCEKAKLTMNSANRRKFENDWRAWYQAVQEGSFDI
LETDADSSGIEV                                                                    
>Acas_g1237                                                                     
MEDYDEHNIEVALVDKELMHIVFGFLDFTDLSSVSAVCRRWQVLARADEVMRVLVQGRVLSMGTADHTGLGYAPAESSEP
NRWRMITRLARETIVQVATTPEIYDKHHTLAVTENGAVYAFGDTTDDKLGFQHGSNPCYAPQIVAALADEKIVKVGAAGA
HSVALSTRGTVFTWGFRGNGRLGERQAERGENDFSSRMEPAEVTRIGGDESVRPFIVDLWIKSAAYGGGHGLAITTDGQV
YSWGTGSALGHGAPGELDGPNPPRLIEALAHAKVAQVACGPLHSLVLTEDNVLYSFGYSQGGILGHSERPDDSAVPQVVD
AVAGLGTITAISAASGQSVVLFESGRVLGFGEFKGELKKESWLVPRSVCAGAGGVFLLC                     
>Acas_g1244                                                                     



MSLSEPVAEVWVHVLSYVDVERVVNCVSFVSRGFYALATEPQLWHRLVRRYFPSVVNLYEGDPDGWRKTFIAQASSKRPR
FCLLGKVDCGKSTLIGRILVGLGAATEQEVQRNSDEANLVGVRTYKLKYAWISDRLKLERERGITIDWHTRECTLSSGRE
IEIVDLPGHCDFIKNTSIGASMADVAILVASVHQYHINAGLTNVVPPEHLVLAKSANVSKVIVAVNRMDDPAVFHMSHSH
FEIIKDCVMQMAAGAGFEPEVLRRENVLCTGGQSGTKKPEEVVVVLVQSGMPPTVVTFTVLSIQRFYKPRNRKAKWATWR
LSRGVVLAAENALEASRIESFTVRLVHSVPMNLRCGIAPLFILHTASLPCRVEKIISLWTEGQEVPVEEDGKAAVIRVDR
GMSTLVQVKPLGDVFVEPYARNAALGTVLVSDMGPITAYGRIESVFRHGQGTTS                          
>Acas_g1270                                                                     
MTYQATTMVKRIDPFQVLPVELSLLILKHMEPRGMVRSAMVSRSWRDLANDEALWKELCEEQLSARDGHDMEALLQSKEN
ASTTWKEIFLIHAFHFKETRILSEEHRKLLATEWLDRDVSWKLQFRATSDGFDPAAFHQLCDNRGATITVCVSAKGFVFG
GYNPKSWSVGSRDPELRNSPDAFIFSMTNHVDKPPCRMFPTKDPRSACSSNSSYGPVWGNGYDLGVFGFPDGRGRSAWCR
LGATYTAPYPMSEIGNQHYFIGGKPRDFDLAEVEVYVVRRDLGRRRKKILQRQEKMAEREKALKNSGWACSACTFVNAGT
KIQCAVCATPRGKSKLFASSGSGALHLQNQRTLSGSSINSGSQIGSVNSVGAPTRTLSHRQPSPLSPAASRRTNPASGGS
TITSPAASRRNHNNPAGSGSTITSPTPARRFNGAASARPSGSSTPTAARRANLNGSSATPSGLRRNASTMSLVGGVKGGG
ATRSSDALRRVAEEEGPAAMVRRLSRERDRDREAALAAATRMADVESSSKIAEDRRRMPPPKERKKKKSKLSLSESSSSS
TDEMMAIGFSTSTSTSTTTTSTKPMTLRQKIKSPSNDDLSPPAASSSSSSSSSSSSSSSSSMSATVEKKKKTKAKKKEKE
RDENAEDERAAKLGEDRRRKPTKSTETPGKQREGSVRRERREKSEDGKKEKKEKKEKKKEKRSGSSSTSGEFAVDAEPKK
IGTLRKLVSHKPSVQFTKNEVSISFRRRTKSVDKEKENNVSKAPNAPPPSSISELRSSDSWSVRAK              
>Acas_g1346                                                                     
MVAVEGRNEAMVKLLLAAGADPHGVTESDRMNALHVLAEQDHRNPAWQDTKGGKEGEDASVAYSPIFEMLVKAGADPNAT
NAMGEGVLHLLCLRGHTEAVRWLLSRKLFSDINATNAHGDTALHYASRKGHRQIVDLLLAHGASPAHQSEFGTPPQVAGE
FQQKDVASLLSGLARDQDAVGIWSLPPEVLVHLLSYLGTAEDLCAVSMACRAFAVVGRDESLWRPLGHPSWEQHHARTEE
GWKGAYMTWLRAAAKRYRNKNASRFVHAPVAQEGQPAPTYSCIVKILLAGDHGVGKSSLLLRYADNTFSDQHISTIGVDF
KIHMCDVSGELIKAQIWDTAGPERFRTITASYYRGANAIAIPYDITDRGSFEGVFRWWEEKQKYAHENAAVMLVGCKRDL
ADQRVVTEEEGRLRAAELGVLFAECSAKTGEGVRNAFDLLVEHVAGGWRTVGGMETPAYVPAEATFALYCGPAGAGADAS
PLQKAKKEAKCCLQ                                                                  
>Acas_g1373                                                                     
MNELPTEMVLAVLEWLDARGLFSAQHVCRLWRSLCAKNRWKALWRDAYHRTWPPPLLALQDVPNEPIFWWALCRDRLTRA
LQYPPPPVLFRDPKVQMVKLAGVVGEIAESVQQKDDEPKTWQRGEKHDSSSDESSSSADDESSSFSEESEEEENEDEAPQ
GGMVVWTKPQQVAKAKRLARQVQEIATSLHQISFMRHSLAQLLSSIT                                 
>Acas_g1383                                                                     
MAATVFEPATYNANIMDVDYGSGANATGSTTTIANNKKRDSSSLMVAGSESAPSFMTCDFYSNKKATALFTRPSSINQLD
DDTLEAEDMMEMADLAYFTTGAFTDRACFDDMPEELVYLIFTFLHGSDIANGVQKVCRNWRRLALDDQLWLDLLRRTQQK
SEFTEELTKPAQKSWKWLYQSRNLAISDLARIGAMAVVGRHESAEYIYEGEWKDGKHHGHGRKIWKNIKSEEAKEENGDD
GNALVEGTAAADAAAPETNQQSMADQHQQSMPKRAAAQAKRKQPVLPYYEGEWKEGKEHGRGKRLFEEDHYYEGEWKEGD
REGFGFYHWPNKTFYEGEFKEGFRHGHGTYTWSEKAKYIGQWQKGIEHGKGVRTWADGDRYEGDWVHGTRTGYGLYAWPN
GSSYEGKWLQCAHEGYGVYKWPDGRTYKGNFSANKKHGVGEYYWPDGAMFAGNWRNGVRHGDGTMVWPDSAKFQGEWNFD
RRGDGRYFGTDSREVPQTIGASWAKKYDYYFAMPMDMWEQIYLPEINKLIREKKQRELEEEETRRMNLEFSQKGREDPRA
WGKNALTSRS                                                                      
>Acas_g1398                                                                     
MKRASPSSGGNQRKKDSPQQEKGGKRKRPIKRPRASAAPAPLRFPSIAGVTFDKTQRRWGPAKSNHDLLELPPEVWSLVF
ARLRHDPAALVRASHVSRAWRSLALGELRRWTFAADGEGRPAGLESQLQFLRELCPRVEAIHVRHDGFDMADLHHLLNGL
PRVHTLHLVVSPLTLAKLINDDSDDGSDDDGEGDDDETEETMVPGSIRSLELTFVNLLPTSRLERLWRRLPRRLDALRLN
GLRSPPDRLFGRLRELTKLHMKSCFAVDDAVMPRLPRSLTNLSVQGARVTDRGVTALTTTLPNLKKLDLSRCVNVTQESI
GQLPQGLETLKLAFCQHIRDDALRKLPPGLRKLNCWGCGNITNAGVRALPAGLEELTLSFCKVDDEGIAQLPRGLKRIVI
QYCFRVTLKGLEENLPARVRSVHMGSRDSTGDLSAYPRLSRLLTDHPLPFLS                            
>Acas_g1399                                                                     
MEAQQDARGVGSLGRLADELLLVVLSHLPVSDLGAVVPLVCKQLHRLSDDASLWRHRYAGQFGAWVPAVHCQQLSEGLGS
WKLKYRLEHALTQGSGHDLFAFGFMDCQPDQGTRHSMSYVHYSPTVDALVLVHNVDVRVLYLNIGAPILPTCPKRGRTLV
WRARCGDRVGYALDQHPTDPGMVHETLWSLVQSSPSFDFLHEWDAIWNLLPLRQMRLAALGQAEELAFQPQTISIHQPWS
FLAHILKGGAPALRSLAIYHPGFVINDTEDASRPRDSIVTVLHLIATRNSRLERISLGLTDLIDDIVPVIKVPAKVVWLR
LVEALSHSSSLETLKLIFAGKYRSAGSDDGSDAADQLAALPSLLSACGPQLRKVGLYCVPEPLRQQIDATMAAYPDLPVR
FKAVFGQPTTTNPLVTFN                                                              
>Acas_g1506                                                                     
MEGKEPKRKVLGRVTRYVRRSSLLQRGPPEHPDTPPEDTGPGFDTLPAELVVAILGWVAGPRELAAAGCTCRAWYAASLE
SALWRRLFFEAKKARKLENALVTNDDIVPLLMSNNSNTGPAHSNGGGATSSPRHSSDDGEEERSEGSEEHAKGMGAAVAE
VDWRARYRATFDVPKGERKKDTIVVRLDTTVFTATGALDPPISGEVVLNVASNRIVTHGIYVVVSGKEFHSSGAGRYQVV
YEHGTHRLPFRVTARAALTPPTFCRTAQQLFYSASYKLRGVIAYPRLHADYWTPKHAHRLTVLPSPRYELALLAKQRHVP
GRSVTTFLNGLVKITISLQRTGFYLGEPIQMQVEVDNNSPMDFHFLVVSAVEQMRSPVLRDSFTTVTLPRHDRKQRMRER
MALRASDEDADAAGDKPPREGSFDRENENENEDNENENENESDDQEQQHRSDKLKGRRRGSSATGGLRPEKWFAAEMLKG
QRSTHNLEFTIEEDDTNGPPWNMPHSAYVEQRYVLHAKIRRKEGRSLILGALEPSADSSPVVFVAPSASAVLAT      
>Acas_g1549                                                                     
MKKDKEKTKMGYGGLLRFEQTGGQAGRWCCASCSFINGTELLTCQVCTRPRRRRLEDEAQDRTQSNVHEFSWDVFSSLAD



EVVLCVFSHLGLEGLCRVSSVCRRWRRLADDDTLWESLLHRVIVRADGAEEADPPVPEKEKKAHRRSAIYYHSTAGRRLK
AASLTRLIDLITPGDETGSRFCAGDINEQKAFLATYLSFTTPDTLLEKLIRLYVRVCEKAKQLQLSQQEHGNHQNNNYSS
SSREFVARPHDDFGARGRVSRAQTFNSSSGWEAYAGPGAAKKKRTATLIGNSKERPREAEAREQPVVLPPSTTYMEPGPG
GDGAHATVDTDASGPQLTRHRPGGLSATDGEPLDDDAVSIVVTSAPTEEHEQQLQLQQGEVTVTARGRTATWLSAHLPEE
HDEHERLSGGGALMSGQHHQASSAPSTSAVYEEPANITRLRSRHPIGGMEVEGENEHEHEHEHEHELVQPKTRSQQPGRY
LQRSQEEPTAEERDASLVFRRTVPAGFDHGVDEGPVRRAEQRHRRLAQLVQLLRAHPPDQPIDIQPRRDLISPPASPRVR
DEANEIFAKQVRICSLLKKWIEQHFSDFSPSVIFLMKVFIRGMIIRERNPMNAPLANSIVLSMSKKLRPGAGGDSANQNI
FQELPPEPVVPSNICSPLLTLFDVPPIELARQLTIIEFARFKAIKMSELFGQLWSRSGSLKDKAPNVLAMINAFNEFCTW
VATSIVTQERIKDRVKTMEYFVRTAKHLYRLKNFNTLVALLAGLRSESVYRLTFTRAEISRKSEKMLENLNRLMRADSSY
KTYREALGQSAPPCIPYLGVHLSDLTFIEEGNPDMIEGLINFTKRRLVFRVISELSRYQQTAYNLHPVPQIVDLLKREGG
RAASASPPLAVEDLYRISERREPRGAERKDIL                                                
>Acas_g1621                                                                     
MDEIDWFEVLRENERLSERVIKLEDELAHKQRTLDKLAQDNEQLRRVYESRLRKMKRKLKILEAADPEEDDAHAAPNTTM
MGEGDGRTPIEAWLESHFTAAQRQLPLLGPELERRRLAGLQPPQPPAAGTSEQQEDDVDDGGGDGDDGDGGVDEDGELQQ
RQRTTIEDLPVEVLCAVFAAVEAPRDVLACSATCRAWATILGALRSPTTSPDGTDQESDALWKMLVLTSRRWLRHGRASA
LVPPPRTSWKQYYRMRCHLERNWRVGTMLVKTIPLSSTVRSFDYRPGGTLTSLSHAGIHFYDVVSGASQGKISVPFSPMC
HQQFDPFLLVGGTGSKLHLYHDDGRLLAVYPHPGRIEAEEPETVSSVACNVALGKFVSATLSTAQLWDLTSTQPLWTLPE
ATKTTVLHYDDQKILTGSQDVTVYDAKSGVKVCALPLAEPTISLACLNSFYTLVSTAHGSLLWDLRMPQSYPELERVVYA
SDDWLCLSSYDTLLSTGTHAV                                                           
>Acas_g1632                                                                     
MGRYSNVNNKRGQQRVAAAKRPPKPLGECLFDRLPAEMVAVVLGFLPVGSLRSLLHVCRSWTSIIESDEPLWRRWCIQEL
PVALRSPDDDQTLWRAHFRQCVEKHKVLVYNLAFQPEEMQVSGRQTLEDLIQQLRVKHPKLTAASHDFYLRTDGGEWKLL
EAGTPLYLNGLRRSGLRISISSHFDDVDFHNLDRHSIEELRNVYYNWGFPDPAWTKEKLIANLSHGKLSQFEGPYADIDF
>Acas_g1679                                                                     
MPRKRHTKRRGSGTTREPAQPEAKVVPLPVAAAKEEEKQEGDGYDDYLEEGAENYLPWEVWVVVLGFVPFADLTRFSMTC
RLFNAIADMGMVWRERVHGVCWQEMAKWGQYLPDGSQMGWKNVCKSYMRLHWAELNVAKFNIYAKHSMFEVPKPFECLAV
DEESFAHAPDLVALGRFGCGRSLDCVQLWHKDAETNNWTLGRGIKGHTSTVSCMKFMDGNNRLITGSWDRTIKIWDDVNH
ETKQATCVATLSGHEFEVKCIARHGSKLASGAEDKTLALWDMATGKRVLSFAGHTHFVESVLFAQEGQVLLSASPDKTIR
VWDPRAGSDSVGVHITGAPMRAIALSPDGNRIFYAPFDLLQRKSCWIDARAAAGPSLDRYHSRLFARQHQNVATAEHLAI
LPYRLSDGQDHLLANGQLMSIPLEATGISQASIQELGYYSGELPLRCGDKKVYMADPTTKRVVSDPLADELCKQQARSKL
RALAEAQREREKQASNHLTRTPPSAREVNQDVARIQRQIEQIRRSRRPGARG                            
>Acas_g1720                                                                     
MGNTLAVCGHLLNDLYPHIFSYLSPRDLVSVTLTSKRFQHQVSDEVWKELCRRDFGTLLEAHRQALRSSAATSSSGAEPM
DEEDGGKKEQKEKDQNKGAALEDEEDVEAGSSSLFRKVLVTGLALRLGRGLAQRGKKDQADDDDQQQPHHHHLHVDEEKS
YKELYRTWASRVLIVYHVYSNDQAEQDVERVLRLEGIEGKYHSPTSLVRTNGGVVDKAAESARLKEQLASALPHHSTVLY
ISNGGVSSQFQATIGDALADFVERGGAVLIFPFATATERLLGRWDELGCNPMLSEAQTSMPSSLRRPPLCPDHPLFKNVG
NVTASYRGTGLPAPSAKALAYYEDGNLFAAELNVGAGLVLAVNLFPPSCPEGTQGGRDGGWRAEEGNDVPRVLRNAVRYA
MATRKRGV                                                                        
>Acas_g1723                                                                     
MNELGLASPKAHKKRGTATILQASAPPTSQPSTPTKRDGEKKRSSEGSKKLSPESLNMSLGTERKKSDRKSPRNPENLEK
YTGDPVRPQGELALLLLPHSTLLHILSFLTCKDLAAAGLVSRRFNVLASENELWKCAIAREWSHKRMLKGWGKKHVLYQK
NTKSKKISQQLMVIDYKQELRNHILFKRSVGKQAKTNRKKASVWNFTKRDCYLLLLGLDQSGKTTILYDIKAGRHELVYS
IPTIGYNSEEVEILDQPFAIWDIGGLAQIRHTWSHYMPNAQGLIWVLDSSDGERMQEVRGELHRVLRDEALRTRKLLVLA
NKQDVPGAWDARTVAKYLQLDLPEFMSEWEWYVQPCSVMTASGREALCAGLEWLVHDNSASGGAQESVWLKLKTSFV   
>Acas_g1814                                                                     
MRLNKPAANRFILGAVRHAQAHNKVQFAKQAESAARAKLIAAQPFVGGKPLKPTFGEEEEEEEEQGWCGEEEDEEEAPAP
KPKPKAKAARVAVRRGRLSAPAAAAVPPAPHPTPIAPKRIAKRASLAAAAAVASPVVKPKPKKKQQQQQTVVFMDEEGAE
HQFDDSSMTVAVEPPSPAKPASTTTTKRKTAKAKAAAAAKPKPARRRAPPKPFADVQEVLPPADDADDVDRELDVGAGDT
MTTTTTTKTTTTKTKTGPQKQVLVRRSLRILMKENPQVKSRFASLTQPPAMWTEEEEDRGGDQLTLRLEDLPPEVCQMVF
DWLKSKDLIRLTHVSKWWRSRVLGLLRHYRLRSSSADQATLALLMERMADECPRLRSLDLSLIRGPAAHLADAIARLPPT
LTSLTLAYCGLEGAGNLDRLARVTPELTRLDVSHCARLDNAALAALPPGLVALKANGCRQLGSSVFAALPPALAELDLRN
CDGVTWSAPGADLPRGLTTLKLSLRRDDTVERRWGGAFGHDSYHQVRNRSALEDLPPGLVRLDLSDCSAAFGSDLALLPR
GLQQLGLKRCNAIRSSDLERLPVGLRTLDLTGCLGITGGLDLTHLTALETLCLDQWRAGQNQEGDLLRRLPDSLRVLTLR
LSDAVSDHDLDAVPLGLKVLDVWGCSRLSVARVLDLEADLHSIRLPDGKWHLRRRAPMTLQ                   
>Acas_g1883                                                                     
MYAVEEALTTAIIEGDDLRLQALLDKVADTGSGEESRDVDVNEAGDKEVLWPLLAAVKCRKPAVVEALVERHHERLPVNG
SKWTAAWDHLSQDVEGETGLHWAARSGRQDVVALLLAHPAIATSAEGNNGTPAQVARRSGHERIAQMIEAKTESDVSPLL
AMPWEVVLHVLSFLDPFDLCVVAQVCSAMNELSSDDALWRRFCGTDKQPTDKGVDVGEEEEEETTTRSRHVWKTTYMAWL
RPNLRQLGQSQVVVDEDVRILLEAKHKFRPSRVNVIIAGDAQVGKSKLFCRYVKDKAPAGYNPTIGVDYANKSITTPGSA
PLGLQIWDTAGQERFQAITSAYFRGAHVFVLVYNVESAESLAGAKERWAPMIKQFGQSTSPIILVGIQNEVEQRQARAVS
EADGWAVAREIGALYCAEITLSSRAAIKSLFERVGCAALGLYDPFAPLRDPALRAKEAWHVPSTELCSQLLAQAKAKAQA
QQSKATSSSSTGATCVLQ                                                              



>Acas_g1891                                                                     
MAKKTTSLAAKWNESVRELFQRRQPPEVVTWQVLMRAGALPFQGDEFGATPFHIACSRGNWPVVHHLLELGRRTGLADGD
GRYRLNQRDQNGETALHWAARSGRRDIVTLLLAQPAIDAAAEGANGTAAQVAREGGHESIAQMIDVRVFSVSPLLEMPWD
TLLHVLSFLEPFDLCSVAQVCSSMAEVSSDDALWRRFCPEPNDHHTVRSSTPPDNSGFADGDNDDDGNNTQRHVWKTRYM
EWLRPNLHQFAHSQQDRLKVVLVGDDCVGKSNLVALVTKGQLLSSYLPTIGAEFDSKIVTDTAGQERFRNISMSYFRATD
AYVMVYNVENAQSLANLQHVWTPQIRQHSDIHIPVFLVGIENVAERRRERAVSEADAQAAAQQISAFAWTEISLGSEGAA
AAADRVFTRLASAALSLYLDPFTQLRAAAGSSSQQQEQQQRSWHVPSADLCLRLFAQPKATTQHTGSSSTPSSCMLQ   
>Acas_g1964                                                                     
MDPTARLRKNWLIDPAKWTVDDVGAWLDYIHLSEHRAEFTKQSVSGSELVELDVDDLLELHVTKMGHRKKLVSHIKMLKH
GLDGAYATNTDDGSSEGSTSGFTRTGGSSACGSASSGGGKSSASTKGRSESSGKINFKCYVGDDISVLHLSANVSYSQLK
SKLRKEYGAKMIVQYKDLDGDKIRIKKTSHLKAAIDECKGTGVVKLYLRERKKKVSVREQSILDTMLDAVVTINPAGRVC
FFNTAAEKLFGYSRGEVVKQNVRMLMPNEVAEHHDKYLKDYQQSRVGKIIGVGRVVQAKHKDGHLFSVRLTVTESVQATG
DTIYTGTLAKIAEVSTNTESMAPITASDNAVVRNPMFDLLDKMVDAMIVINETGIIQFLNVAAEAKFGWKKEEAIGRNIK
MLMPKDVGDVHDSYLKRYLETKSARIIGVGREVVAQRKDGSMFPVYLSVTEQALDAGRRLFTGVIRNVEETVERTKTVLQ
QQREVVDGLSVAGIVIDQTGKIHAFNEAAQKMLGYRLIEVVSRNLSMLMPSEYARVHTDYITTYLKTGQAKIMGVGRDVP
VVRKDGTLMGAHPDCDGEEGRGEGAAAKGPTVTKLVAGAGLLGALIGGTAAVALYAGDGGVLAAQQQLQTRPIASAAVAS
GPHKQPSPRPDGGGTGQVGLASAVAAEKEDRSGVVVEGRGRGGKERVAVLGAGVVGLATAYYLARTGRYEVVVIERQPGP
AMETSFANGGQNCVSSDEAAVNSGRGILHLALSSQQCLQQIREEEQLQYDRGSPAGILHLYRSDDQFEEAKREVEMLQRT
FGTKVKPCAVWDADQCRTREPALRDSRASIVGGIWWEDNESGDCNMFTARLADTCRSKYGVTFLFDTGVSLLMRDPANPH
RVRALLTDEGREVEVDRVVVCLGSYTPLLLRRSLDVWLPIFPVKGYSLTLRPDDAPLTSGGGHDAAPSLNIADIESKTYI
ARFGGILGDRLRVVGMGELCGYDQNVDPAKEGVTNLTAVVGQLFPRLPSSASREASLWACLRPMTPDSLPIIGPVGRMEN
VYVNSGHGSMGWTLACGSGKLTAALVAGTPTDLDPTPYAQARFSGTAEQAARAPILAATAVGLSAGAAFCLQRQRWQGQD
YPKDSTVRVDFTELLPDELSLNIFYRCRAEDFLMAAQVCKEWNRLCSDDIIWREIYRRLRSPADLLGHVRKWRKVDALMS
LKYQTRVRASWQELYIERARIEKAYFHNPNVPDELKNDELAQANFLFTEAKEIRYAATTQVGDDQLRKLAYAIVLLAISG
EKFECLALAQHADWLYAFGCENSERALDLAPRDQDGLRKHVLYADYCAELGTKPGGEGNAYLAKARVYYRRAIEPSLTDH
HCSRRAHSGIAIACLSAAEKLYESVVSSRAEREHKANQRTNEGNADGEACDEEEKENGEAGDEQNEVAQMLELLLEGRER
LMACVKIEPDQRDYLLSLCSVLTLLGEMTDDSDESEMYFSEGVTNFERALTIADDGNADAQNEYGILLSKRAQRILKQLR
REGFDPAAVNHTPAARAEPESDTSSADSSAQPEGELPIETEEEKEAARRAARCAELVARANRYFDAAEAKFVELYETSVW
FGTINLACLAALRGREEETRRWLQVCRDQHDLAPEHLDDHDFDAYRDRAWFGELRAELAEQRLAQQREEEAQREAELRQQ
AEEMAAVADAVDGHAEA                                                               
>Acas_g2003                                                                     
MTKVQTPLRSGPEWEDFVWLEGPRKRSSAVAPRRTQPDGRFATLPPELLLGVFEHLSVSELAKAALVCRTWWAVSADRTL
WRTLFLEAKRARKLERSNTCNIYAVEHPACDGSECTQCLSSRCGSPQCGASKGKKEGRAGSEAVLLQDWRERYKATFHFR
KGSLLAQGDRKKNEIIVRLDTSHFVAGTPSLALTGEADVKRMLWSVYHPVVDKVEWCQKGTRRLTFEQGTYRFPLHIPFP
HTNIPPSISRADGLPSVCKPTQFFCSYGVRGILTYPWPYVDFWTSLSPFPLTVVSHPLQRRQLMMSAQQTTFSATCSRLR
GIRLTISLPKTGYYLGEKIRMDVTVENRSFLDFAQITVRPVEMMRWRGYQEWVPVTLTPIERAERAALLLRRSSARGRKT
GPWSKFAAAREAAQADEPTATNAATAMRVDEERGEHVFGVAMRRGTTVRCVLELTVDERHLNGSPYGMAHAVMLEHQYAL
QVKLRRTGIGAGLVEPTVATGPIVFDHPAIEAPPHGRRA                                         
>Acas_g2014                                                                     
MAVNAVGGERKRCKDEAKEARRRMRITSLASSWSKRKLAAMAHGDDDHVPPSSAIDGGECYVEAMIMDDLLLYILGCGLL
SIRDLYPVSLVCRRWRAVAREPYLHRKLMSGRVYSFGQNKRGCLGQGNTLATEQLRPRPVRGLAELGEVVSVAAGDLHTL
VLMRSGKVYSFGCGLFGKLGHGFGQCEFFPRHISTLQGQHIVKIAAGPQHSVVLNSQGKVQLCDMTPSSHAMLTARARVQ
VFTFGCGRHGRLGHGDELCEFLPRKLSLPVLDCVNVVDVVAGGKQTFLISEQGQVYSFGYGWYGALGHGAQLSINRPQLI
EGLVGHHVVSVAAGGYHTLALTKEGKVFAFGSGFYGQLGIPEISCAPRPSARGTDHSVVLTEDGKIFTFGAGGGGRLGLG
ADEENQFEPRRLESLRGIPIAQISVGRSHALMVSSQGQVYSFGSGCYGKLGHGDQSMREYAARVDCLSHARVKAVFAAGN
ASFILT                                                                          
>Acas_g2114                                                                     
MSSSASSGPSPLSETSSRSVGMRLNSLAGQLSQTKQMLINVQSQLLTTVDSIHDIEKELRHVAHAQLTERHGGVAEESSD
AGGRSALTDSDLSMLPAELICRTFQFLDVYSLCQLSLVCRYLRTIADGLPWKQYYAAHIDKKNRWKNHLVDAKRYQYLWA
NGGTTYTLIGHQLPVTLLQFEVPGPDTDPRIGTKLVTSDRTALLEWDLTNRSLRSSLKTDTGTKYFKFCDNITVISEGDN
TTRVYESREKRLLYALPYSMSLATCLDVDSSYIYTGWWDGYVKVNKTSDGTEVATMVGHSKPVYCLAADRNHVASGSSDK
TVKLWDCRQIIGSGHTGSLNPCVAQFRGHTQTVQCLQMHMKSGVLMTGGKDKAIKIWDIRTGHCEQTLTAHTGGVKALRF
DSTKLVSGGSDAYRCLFALEGHPRGVNTLQFNQEMIISGGEDKLVKIWSFCVTG                          
>Acas_g2147                                                                     
MGKRKHSKTEDEVKGVHTENVAGATLRKRRLAKRTNRGRVTAAAQTGTSPLGVLNDDCLLHVLSFIGGPEQLLQQRAVSR
HWGSLASSDPLWRPRFLRMFGPHVFGAADEELARKGDKPVSRSFSYYAKEEEEHVNHARHAEDDEHPDWEYSDEDQVKVK
VASKKKKQKKKKTKKESSKDARGGCGPVDDSSLQESIEHVRHLPHYPRGDVHYRLHRLAVLLSLLSTNKHAPKPGEEMQI
GYAGKSCTITLARFCYAFLHGKERELAEELDLLSPPPACPDRKKMKAKGTKKKKKGKKALTESKDEDEDEDDENEHEYDE
DDENARKAPRRYGWREFKEPALSLNVVGDFTPFAYFLSGPYGQKTRPFDISYPCLDENEEIFGSSSDTQAAYCFRTPKRG
WAPGFFNASFSWFNHAAISTFYNPTLRQILVAKAMEKEIVW                                       
>Acas_g2240                                                                     
MQEHKASLTSKKSKKKDREESTTGDSGVAGSEKKSKAKSKSKSTDGKPHKREKEKKKDKREKTTTATTEDKVKSPRGEKA



KHKKKKKKEKEEKGTVEEEKDKAARKKKRKEAKERRKRGHAFLLTDLPVEIQLLVMTFLTAPGLCAASLVCKEWYRLTID
DHIWGRLFASKYHKAYREKLEARAHADAEAGAPLAQPKWKECYAQREAKDENWRKGNCKVSAIQLTDIVYCLNFNEDIIV
AALRDDIVRVIDINTGKTTKLLRGHRGFVGTCDFDDRIICSGSWDKTIKVWDLETARLLKNIDAHQSEVVVIKFKDNTLV
SGSADISMKIWDLETGISTATLRGHTKDVCTLQFDETKIVSGSKDGAIKVLWDMRSQQCENTFIEHTDGVWSIQYEDNEL
VSASRDTTVKVWDMRAGHTDKVLSMMFDESKIVTGAEDFTIRVWDRHTGDAYGVLPIGHKGKVWTLKFHDAVMVSGSHDM
TIRITRFDRKPTPLAAYAIKK                                                           
>Acas_g2367                                                                     
MSSAGEEDSDASVILEHSFEEGLEEADDPYEEEAEDEETRRLAEEIRMLEEETARLALEAVDEDEYDEDGATEEEEEPQV
NDEGDVAYDSEEEDAETELSNVQGETEEQSRRAEDGEETTDDETEEEEEEEEQKEDDDPTIRGILAAVAQLQLTDGGDEP
EEDETVDEQADEDVEQVEKAAEENEESSEQESEEERNHQDVRESEESSKGNEEKPSRRRAHEEVREEEEEEEEKPVVRRR
LRKLAEVKAERESKKKGHVPMFSDESEEEEEEAPSNKKQRGKEARPAAKGGMMDKLRMLARQTGSEAIEDAAQSDGSESE
AKEERDSEDEHDSEFPTDEQMEGDDYEAECIAEDDDEKRPPAPTNKAKTLQKVKTERDVEREEKKAHKSEAIEQEEAEEE
GEEEEESEEEEEETPSWKRLRKFVEVKDEPRTSEKKSDSSGKKKAATAAELKGKTKDAVKTEAKKGKNADEDFVEEEVER
VQLWKGLSIPAKMWDGLYPYQKRGVEFMWSLYTKKTGGILGDEMGLGKTIQALVLVLGALTSGRAKRVLIVMPLSVMKNW
ENELMKWSDNGAMLESRGMGICIMHGAMNKKKNEIKDKVFHHEGGLCFTTYGNIPTKLASFVSINWDIVLLDEGHKIKNH
RIGLSQSMRRIPSTTRILLTGTPIQNNLMELWSLFDYTCKGQLLGTIHQFGRQFEQPIKYATYKCASAEEKQLSHELSKQ
LRHILAPHFLRREKKDVFNTNGSASKADAGDQSSPSPSSSEERQQQALTTRMNDFIVWLSLSPVQEKLYRSFLASDQVKN
VLATTKNVLEGLVLLKKLCDHPRLLTAKNAEAVDAELLATCGFKDWLRGKQADDEDSEKPKRAAKRNTRATSEDEDEDDA
AEESESEDEDEEVDHLPVTRQAAKRKPLIKAKVKTEISGGRRLAVDEFNTRLPHEVKLRIFGFACGLNDVVEVSRLMLVC
SHWRQVASDDALWFPLCRHQSFVDARGRDLQAMALANAARREAQRAKEEAREARRMAYNIHPTPDNAEADESESDADDGA
TDEGADTEDVGKEIPIPPKEASWRECFLRKRRECVHQISAKLVFLMRLLPKLREEGSRVLVFSQSRKMLNIIELLLREGD
YSFLRIDGSISKSDERQRRVELFNSDPSYFCFLLTTVVGGIGLNLTGADRVVIVDPSWNPTHDNQAVCRAFRLGQKKNVI
VYRLITCGTIEEKIYRRQVFKGAIVQSTMTQKSSLRYFSREELTDLFHLGDPRVAQTQKDLHALHAHERVTDEYTDRHIQ
YLHEIGGVHGISDHDLLFSKTQAVESSAVAKQQAKEAARHLKNQNSDDEGDDEGARDLVKGGADGGAGEAAYTPASQPRT
RGGAEEEAKTKREVVTGSAPPARRRRPRESIVDTALNAFTPPVTVYSRVIEKTRMRRLAASPASSSALIAATPQRKTTTT
SSSSRPLPSPAAASSSSLRASATRKHAPTSASKKATTSTTREDKENNKPRANAKRLAFDD                    
>Acas_g2402                                                                     
MQLECPVQALPHELQLAIWRMLDRASLCQAALVCHAWHFLSSDNHLWRELCRRELAGVEWTPRMLARRHKSWKRHFAVRT
RALQGLRDAASQLLADAHSRGCSFTETVQVCISLYYDLDKEPKYRSVAVLPHAIRSPPSGKLAVALILAEDQVNVRAQAA
ELSVACFDLEYLKAFHRDRKAIKKWARQYSSLRAPRHLLPQVVRALGPQICRMNKLPKVLPDDLPLSAVLEEHSRTATVQ
LSKVPYIDVAVGNVGMSVAQLVENVNPVLAQVTEVLSIPWDRVKRITLHATKGPSFTVYTASHVPPAPPGLSWTRRPTPP
RQLQPNAKKGELTQKG                                                                
>Acas_g2504                                                                     
MRRRTTAKRKKEEMADLRPASPDAEDEDVGAQGDDDDDADFEPPKAFKKRKTLTSSSSDLTILNTEPQGRGDTMVLALPP
EMLLLIFSFLPDLRRFVHLANCALVCRRWYHVASDDLLWRHLDAGHYPNTLSSEIIIALWAKHPRTLTLALSIVPKLRAG
HLTLAEAAAVMKKAGEAVTELSVDLEAARPLARFLDSVTRWCPNLRLCEIRSPPEFLTYDRVVLPNMPKLRVLRVPADVI
SLAGPDGDDGGVRLPLLEEAAEADTQLGNEKSEEGDEDKDDEGVAEWLDPVEEVWQQDVQRRAVRKSSSSASAALMPLPS
WQLPQVRKLHVANVAYALSPPLATTFPHLRALTLSLEASWKDPSGLAPILRECPASLERLRLQFGGFPHPDAGHLQVIAA
HCPAGPALRGVEVSWPRLERRLEAHHDLLTFAGDIKQYVAKHSAGAGSGDRVSIELLGRLLEAAPGLRRLQLGPMACSLH
SEAFENVSTPTTFACAQCGGGRMTSTSARVLMSSQPTLTATAQVKATTKASLPTPTRAAKQAGKTATIVIKDDDDEVEEI
DSTDDDDDDDEKQKEVKRSPEGHTVKPRAGREEPQSTSQQWNGFVRHKSFSFAVVPKTQAAAAAAAGDQKKKKSSYPATP
VWPDAQSPNSIIMTRGKVPVSVRCLWCGQAQYCSVECEKVGWATTHRTRCPAILFARLLKKATALQVLQMSRVDLRVVAI
TSANLRYLVLTHTAIHTLRLNCPSLRSLVFSHNQQAREVVLEGCASLAVVVVAACSRLSSLVLSPPSSRGSDGGVERLVL
EGCAALTRVALPPGTSRRLRLVSVSLCGGLTSIDPVVVDGGGADWSRLWVFHAVHSTDLRLPATTAATDAASEWRAPNLI
ALDLPRNKIGGNNEVRLVAPRLRTLSADYSAIGDGFLARMAAPLDALESVSLAGCGGVTPAGVAQLLAKAPRLASLNLSG
CSALTLADLARVLGARNNVNPSGRKLRVRLAGGVVPAVDQAEMRQRLAKLRVQLTFV                       
>Acas_g2640                                                                     
MAERHCTRLALEAIGKQWTTSFKINQRDHKGHTAIDLAIALGHKEVETLLSAYIARAAARQRPRGCPLLQMPVEVLVLIL
SWLEPRDLCTAAQACTVLAQLSREDTLWRRFCSTHQHKPADQSWRDCYREWVAASLRVYAGARANFTERGQIIKWALIGE
HRVGKRRLTERYVRGIFRDFARGSMGADFLAKEVERGGKCLHIQLWDRPMACSTRLLCRGAVGLVYVYDVRRRETFDALA
ARHEEIVWHFPDGVPPIIIAGAKADKSTTGESYERQVSEEEAQALARQLNAVAWMETSSKDDFQGRRDPGLTAGVTHPAR
DT                                                                              
>Acas_g2655                                                                     
MWLPPEVMLTIFSHLPSSSLCSAAQVDKYWNDLSGAGFLWRNRYKSDFFPSKVPVNPPPLEQVGTGSSATLFSDFDEVLR
KWITKDAEWKAYYRERLNHNRSFRLDPQRMGPDVRLDEDGCVVMLDKDQSDGQSIVLSSVELKPGYLYFWEMVVEGGFAG
IMLGVANPTVPLATQLGSDSSGWAFTGDNSGWTFHAGRWTNFPAFAPGDRVGVRLFLKSESESEMACYKNGQFLGVAFNG
SRTPFSFPLVPAMCLWKQGDRVRLFPDSFVAERIA                                             
>Acas_g2675                                                                     
MFAPSHFHSHYFDDGCSTDEFIDAEVKVDLQHVEFKGLRLSSLPPPLHHHHLGSDPMSIVDPMLEEDGDQMLEDADLADY
AYATGFGGGLVGATNNIEVLPNEVFVLIFSYLDSRELLTVASTCHRWRHLAEEETLWKQEVVRGCRSHSKAHALLKHYTP
LLAASSKEADRERATGQSRWKSVWLAQKKTKGNWRKAAFRRRLLPKQHTAAVFCLAFDDEHIVTGSSDHTVQVWDINSGA
PLRSLTGHQYAVWNIKLVGSTAISASYDGTLRLWDVKTGRNLNTLRGHASAIWGLDAMGNKVVSSSTDTFIRLWDMETGE



CERRVAANQDTIWCSQFLDQNTVITGGADIRIWDLRVNTGNEGECTPVSQFSGHKDAIRCLQADSNYVVSGSYDSTAGVW
DRIAGKRLWELSGHTDSITTLQYDTSGMLITSSFDQSFRVWDIKDGTQMTMWGKADEEQGKFEVQRVDHNETAESVEDKG
GKVYTLRFDDHRLITGREDCRLRIDDFSARSLY                                               
>Acas_g2676                                                                     
MEGTNTLPQELWDHILSFLTTRHDVAVAALVCRDFHSIVRANAQLSEVLTLPTFEEVEGSEVLIDEIDRRARFPGSHTRY
PSVDSKVYACVRANPNATTAVVHFLIDCDPSTHSARQSVSFMASYYHDGDIHANGNHAPFNAKDTETAQFTKGDIITVQV
GLRDLKTATSSASGWAEVITVTETHSNRRNHHDVHPYVIFYKNFNMVYQPLFSFQTQIRASFTPMKRAKKYEIGEQKELI
DVFLRVRPVSEGQKSMLIDSTTTSIVVPTKDRTEQTTFSFNEVFTEDANQEKVFERVAQPLVTDFLESDRNCFLFAYGNS
NAGKTYTIYGQDEEEGILPRVVKQILAQVRPQLRKKQMFLLASFVEVYGESFYDLLNQREKLKLKEAANDKGTYFGGVSE
QPIGTMEAATQVVEQGLKNRQVAGTQLNHDSSRSHSLFTIKLVKINPGYTLEMVRNKAPNCTTTVQFCIVDLAGSERAKR
TQNTGTRLKEAGHINNALMTFRKCVDAIVAIQRGATNIVIPYRESKLTQAVRDFFIGQAKGRMIINISPAEEDFDETIPV
LDFANTAKERLYDKDVELANKEMEVRDECTSVMAKRLQEMEVMGRESVERARAFAEDKYEQKIAILSQFIQFQDSQPQQP
TQSTKPALEELAAQMDANHWKCQYKELEQTVAAKDKTIKSLQIQLMDMEKYRKELKSCQAQLAELRKGTATVGQSTPTRL
SPIPTIVVTPPKEDTVTDLRSEETLSDDDAFQQSSKRAGTAKRGAAAHDSPYESKTAKRKRDGQQKTRKHVSDDSSDDSN
VESASEDEKETRKPKKAVKKVAKTAAKKTAAKKATKAPAKKKRRSEESVSDEMDEEEQASSDDEEASSSGQKHKKGGGTL
IRQKAKQASNLFRDAFTPEKRLKKKIEESPLKLMEDSFDKENAPSKVKPATVAKRTLGRRTKLVN               
>Acas_g2692                                                                     
MEDELGLPPPPEEPAPEDCCNNDCCPCVRDIYEQALQRHRTTVRLLKMRQQMKMKIGPHCGISIQNVDAPAPTEPLVSPP
SAGPSATTASILGASLLTEHGRARGLDVRRVLLLELGLSSHYAYEPGDYVAVRPHNDPNLVRALLQRLRVEGEQVIAVVA
TTAPRELEDVEVDDGSAAEQAEDGESMTHQHYLIGDPPCTIAHTLMYKCDISAPPSKALLHALAQFTFDEEEKEELLYLC
GGAQWQREFYQRNILHQRPGLLEVLERYPSCRPPLAHVLEHVPPQRERYYSIASSPLLSPSSVHLVFPVVEYTTPAPHRR
QRHGLCTSWLHSLAHRHLVDARHFAGVAVNQLCVPDELQREDSEDRDVSGDAGGVSSLEVWIKPAPDFQLPTDPMVPLIL
VCAGSGIAPFRYHPRPPSTSSVGGGAHFGEPRAASGAFLRHRKAMREREGVALGECWLFFGFRFLDGDFLFREELEAMQR
EAVLTRLITATSREEMRREWPAGVHEALAQVIAAYGAPPPGHEEPHAVLAHLQRERSNELHALAKSQRGPFPSAGPIAVV
SQWLGFLSESVKQWQALVAGGADPNAVDKNGRTPLHEASARGNWQAVDYLLRAGLVTKINARDRWGRTALDLAIVGGHKE
VEVLLSAHEAIAVAREEEEPCDLLPACEKPPRGCPLLQMPTEMLVLILSWLEPRDLCAVAQTCSALEEASRDNALWRRFC
DEEHALPGGQSWKDCYREWFVPHLRAYAAAGKRCLIERYVYDKFRSRRSHIGVDVYMKETHMGDRRLMLHLFHLSTTFMS
HEPRVSFPRIFYREAVGLVYVYDVTRRDSLNVLPQRHQEIVQHFPDGVPPIILVGTKVDLIDASSAARPCKREVSEEKAR
AMARRLNAVAWMETSSKQDAQNVNELFERMLRESLEWADPFRVHVPVREEPSGWFVPPSLSTQLLARNRTLDCYDDGGGG
QSRSCVLQ                                                                        
>Acas_g2705                                                                     
MADDGDLHKLHGLLEAMLGEQVHLGQSLDRHLQNAQEGRLEENGHLSEDEKMQSILRHLQGVETEGSKLKHDLQILTASQ
HGHHLTEAYDEQLERLKEDVSRMAHTQQETETHLTELGHVLSACLAGLEQRSPAPTVPAVGPREAELAAEVEATHKALQE
ERARNAELTQTIASLQQATEEGKQTKSTLEKALADCADEAKRAITARLKLQAELDEAERALKKERKLATKAKKRHDEENK
KNMATFKELRKEQFGQLAALEGQIEGLQQELAGERARSQGVQEQVGEARLAYEQKERELQEMLRIAREEASALESAAARA
GTRESEMATRLDELEAQLARRSEEEAVVIPSAAAAQRSDEDREARLREREEEMRTATEEWERERGERDARVEALTAQLTR
ANGELAQLKAALAEGEERARLTEERAAVAERTLATATAEWAERQGQAERLYAEQGAALAELGARLAAFEERLPEIESRAV
RRGREEVQGDLDRLQAEHALLSSQLKQAEKEARAYKAEAEALRNELAQVAQKPAGAALASHPGFQTRRRLEPEMRAAADV
SSPAAASADHDTRKVRRRSEPDKEQDITDLLQSDDVVQTRPRTMPATTSGQSLPAAASADHRTDPVEYLSEELVLYMFSR
LSARDLLSLTRVNRKYRRIASDASLWRPKCQRLWHFQESEGSAYTDTDWKEVYVYRHTHYKQVSCVVVGDENVGKKTLIT
AFEGMVTQKGWKRGQERERCTVCVESLFGVPTMFHLTVLKANPDHLTRTKVDVFLLCVPASGSVEATKSRLDALESKVLP
ALDALCPDVPRILVGTETDIKEEHYDHSHPTAIPMSFSNFCREAPLPRRCPHLRHEQSVRTPNLVELFDMAQSLVATPNL
RLKVSHDQVVVMNQTIRSKLQERKPPRSTALGPRASTQYGHPDAVAPLPTPLQTSPSSPRRQGGAPARGAASPYVAPATA
TPSPSTPYGGRGGPSATPYTPYGASSSSLFTPSPSTPADGPPLSPYLYNHPVSQSTPLPTTGAGSPLASAASTGTTTPGS
TTRNWRRLRSSASDTPRSQRDNKCALQ                                                     
>Acas_g2804                                                                     
MCDFTELFGEEIVLLVFSFLPVADLHRAARVNTTWMRIALDQQLWKIRCKKRGRRSAMEHMVAYYKSKKRSVPWREIYSF
SPTDKSEHISLTEDDTVATAQDYSNVTVKCRQRMVPSAWQPFHYYQILVVEKKYTHMSIGITDRDWEYTGNLVGFGQNCY
NYAFHSNGLILHNSNSEVSKVPMYGTGDSVGLLVQYEDKTKRPADGEPSSHTGVTLQSRTSSSAAGAGREGGESNGADGV
SSAMTIDTEAGNEKHHSGDDEAEVSAEKAEVNADGDDSGERDFGDGGDGEGAGDGEDGGSVRIRRQRTPIEVLMQLAATE
QQKQQASMSSDASESESAQAMTERPRKGLKLVLYLFLNGQWCYTWNYTRPPPHAEIAFTVALNGTGACVALNKEEDPAHR
EKRQELRRANAITAATLHLPPPLTPPNS                                                    
>Acas_g2836                                                                     
MVDEAGSDPSEGHDSSPLCRRASPSFTPVSSSSSSSTSTTSTPSLEGLHLLSFPDEILLRVLSHLDGREVEESGQACKRL
LRLTKDDYLWFMMTKRLVKRERAERWRKQAHDERREAQLKRRLSSHAGAADSSHGLGCKHGRTDEAAAQEGEQMEMEDKP
DAPDATGSSSSSRPLMAHDDDDGAHDDGEGDEGDGDYECGCAEKEEAVSRAAAVVAAGVGRRKTRSAAGPAEERRRKMKA
QMQTYDLRKPAARDWKWVYRCKTTILLQPHTDKVTGVGRYTWSGGSYYEGEWKDGKPEGLGTKVWGENEFYEGEWKNGKM
HFGVYKWPDGAYYEGQWREGLHEGYGVYRWADGNKYEGFWRGGHRDGYGVRTWPDGDVFEGDWVAGKRTGKGTYSWPNGS
RYEGEWSNGCHHGYGVYTWLDGRRYEGQWDYNKKEGVGTYYFGHEGCAYTGHWEDGYRHGQGVMTWEDGTKYVGLWLRDQ
RVANHGQFVGPNGLPVRSPHAGLVGPRPYDQYFVEEESAWEAKYRGAINRKRMEVLQRLKANGKLPYPIREDKVLDPEG 
>Acas_g3322                                                                     
MRNHESITSHQRHVEEEADTQPPAKRARVEGGEEEGADVPTAMGTLDALPLEVLVHIMSFVDAAELVQVALINRTFRGLA



DHDIMWRPHCLRSRTVSVHLPVLSLVFQGGKSEDQIKWKHMYRHLVRRCVCKRCGWGFRPVANSEQACAFHDGRWKPSLS
AEGDRWTCCHSPLKQSPGCVRAWHEDVCAWNGLF                                              
>Acas_g3332                                                                     
MEWLGRTIWPNKGCNEGSGLPPGFNNAKLQHNKMDHLYELRDLIQNNSHHIRAVVVDRRSATSSSSASPSSTPAHGPRLY
SMLRVLKAGQCEEAWLQCLREAVQVHQRMADHPHIARLRHVYEDDEELCVMSDHLRGTRLYDEVLRRGRFKEAEVIPLVQ
QLLYIATCLQSHGVGLAIRPDVVFMENASVDGDAASPRYSLSLPDLFLIIAQNMAKERNVDTNGFSDMSAPLCYTAPEVL
QMERCGATYSTLSAGNAASDAAASQGESAASSAAAAAAGVMDGSPGARSMWNTSKSDVWQIGTIAFMLLSGGVPSHPYFA
AAGSSAAAEFALRRDDMMIIASTGAEAMTISEPMMSPGRACTSPRLDFTGDCWLDVSESAKCFLVSLLANDPAKRPTARQ
ALRHPWLCGGAMMMLEDICIDTIVDHVDVLPDYAERLPKFLVKKITTNTINYREIEAVAVASDTSSTALVDSSAGAGDLG
LGDLVAELILNILSFLPHNDLLRVGQASRHLYELASDNFLWKRLCLATIKRDQGHADHHHNRDRDRDGHDGDGDGDDRTA
APQHFAEDQVKQITYESIEAQSASSPLSSPPPLFLSAFKRRRKNTNGGGGGGGGNSAGGGGKKKAHGKGRNSDYASALLA
SMDKYVWKYFFFFGLPCRWNFSCPGDIMVGVCMAGVDVSTSPSWLSDNAWLYHINQRSIYHKGVSTLARIQCVLQGIDVR
LIACTFNIDEGTLAISINDHDQGVVAHVPTVLADGRSVASVGFYAAVDLYNAGDAVTLRSFSSTPTTTATTTSPLTAASQ
AAAAGSTTTTSGKPGKDPLSPEVTRTKTEKRRLDMSVSGSLIGDNGLQTALFHPGSQIDLAVSIDNRSSKTIRCLIISFR
GVKGKKAVPLGYYSHTSFSSTEGTISFPIEGRRREEGTFAFRLPSRLHLFPPPSSLSSSSSSFSSSSSSSSSSSSLSSSS
SSSSSSSALMQPLVDSYELHLELPIRGHSSLKAVLPLLHIQGYRTSASPTTSTTTTSNEA                    
>Acas_g3357                                                                     
MPEVNTIAIGLERLRPNQNSSSSSSSSSSSSDDALGGSAGDGHSGGSPETTKHGPPRARGKERDKGKEKAEAGAVSSSHA
RVPAISMAFLRGGGRDHNNNEGGGGGTSAAASEVVSLGSSRSAGASSSSSPSLISASPSQKMMRRSVGQRGLTAPAAIEP
RLIHHKLQRDRTQPKGSASSSSSSSSSSAPSLSSTSNRGSSEIGSRVPLTEDQLQAQRQREEKEEIYAVIRPASMQKAVW
SFLYTTAAGMFSEEQLPHFVHLVKHTAFLLPDPTARIHLLEALDSGGDEQIKSKEEGLVWLWELHQQVNRNIPDPFVFVE
PGLSSGLSAVELAQLLKDIWAQPEFKLGTSQIVRTPPRGREELSSLLAQKIPDEVLLGVFQMLPTDMLRRQVAVCRRWRR
LASDPSLWRPRFHVRWTVIRPLQLEIALMAETWRSLFLQFRGWDRLKKRFDARETPDNLFFEAGEEEWIEEEKEVAVLSE
EEVLDDDDAAANAESNTSVRRHSLRLTSIQMARQTSFRERTMRTTRRRRRLSLELAGMIEREVSSELRKRRRASSVARER
LGPLPDLKYLLPPPVQQRLDIDGPSRGPYKRDDPEENTAKKKASNIKFATLPKLVVYLTHPAEHDLEFVKTFMLTYENFT
SPRNLFKLLIRRYFMEPPAGCEGADREEWTKSSPIRLRVCNVIKMWVEKCSSQLQSDRHLLDHIHKFASKVVTGNMSLQL
VRLLQQVPKNLFSPSLKVWDISELELARQLTIMEFHCFTKIQAVEFISYCWCSDEAEEQKRAPNLLHTICRFRQLARWVR
QHIASIGPKSKPLTRIVKRFIQLANRLLQLNNFNTAMAILHGINQWAVSASSIYQVYSVQSLKLTTVWPELSKRDKKGSK
PSAVHDFECIEKLMVNEELYRETLLHIPGSPHIPYLDFHLCKILSAEEHIPSTVRGMVNFEKSKYLYNLVSQLMQHQEHP
YNLQPVSKIIDLLSATVYQLNDS                                                         
>Acas_g3391                                                                     
MFEHVLLILPPRVPRAHPHHHHRGPRPRSFLGERDLVAAAAVCRLFRAWANDKTLWRAAALRRAVAPQVGRSWKSLLFQS
RCVAPEGYHRKFTDTAHSGGSWLIATKATPITPYDPLVTSSVLVPCHGAK                              
>Acas_g3566                                                                     
MVRAFGPAPPQPLFPWQFHANAAKLVEVRQRRRDQAEEAKRKRREEAAKAGQPLPAEEVDVLHPASIPPEDGTCLLDLLP
REILLYILQDVGEETLAADCPLVSQQFNDLAHDEQLWKHRFLVDIGRQPPNFQPPSKYSNAKWHRQPVTSKEEYYHKVWK
WYENYGGSIYEMRQVRFPVRVQDWLGASPHANSRLALLGAIAAFDRRQLRRAKYGVGKHWEDVTDQLQQLVLSQGGLQLH
AFGQFRSMNALFGNPGNGPERKRLEFSYEVEGEEQYTAVAEDRKLHLAMGSQYQLLQQREGIFDAAVPQEAGHFNIVFFE
CSYGKDKHSDVTTQLQDLSAKKGGKSIDAFGYWFTPNGCMNKAFGDPDPGKDKELAVNYYWQTPVMSCTASEDQQVSLSY
EAFRGLLVSQ                                                                      
>Acas_g3570                                                                     
MLVSVGGGWQRPAKAAPGTFKYFTRPQQDTSVGTLSKRATARAREDEVRSPLLFKKTLSWLQLEGLDGWSRRGDTSAMLD
RLTHPHSHMLYKEVSGAVYRFYRQLLRPDHPLATAVAADMKSFKAAREAGGLSRTELWHSFREQRLSVQWDEQIIGRIVG
FSQSGRSTELPIKQTAIELLAIVFSAWGTTPEISQAVAEEAVKDFQFEQGAGLIGKAGLTGWGKYMLPFWSCGVLALSIT
LYVFVREVYLGWMENFFFYDEFTIFDHLNPDYYGRMCKSAFSALMYDKINWNDTRFLLQFVINMRRPSEKGTTNQYKRAF
LLRFRNEENDYNKSHILSVDPLSPIGVELAVRVLRFCNFETLLRVSAVCRTWRFWCSNDHVWREATKNVEGFLPYLGGAF
SLFRVLHYRLPPTAKGRALYYAKHLQTRQPLQFQERLLNLVDADFLAGVKERQQAASEALAASRSRASTLFRNLGGKLVE
NVQSMLASEPIIIAVPFDIRDREANVSLQFSSQSFGVIDVDVIERIVPAAGSAGQAEDVSLASGQVHLPYLVHSLMQWKE
TAPMWGEGGGPQIYVEGFLRWIERKFWAYWWPRRSGPVGLSLDDFIAMTWGVVESEHEMDDSVGSTEAPIEAELGLDIAP
PDRRERGVLLARNGRFLAVDLQGQSRQGTCMRIGGAGPELVWLASRHNRVASTFTFRSAATGQFLVMRPDGAHTVSHQPG
TKDHLWRREGASSKRGQPRLVLGEEKGDGSFRWRAAVNGRPLLEPQEKGSRSSGAGGGEQDPELWQMFFVEPRRPSPAQ 
>Acas_g3573                                                                     
MLNDSRRGRRRGPAQLVRSNSYSANDLINASYRDLFGLGAVPRAPPPRRPTPVAAPATATADGDDAPAPSRDRWVLLQHH
HWLLKQVQEDGRVEAVTNFNNFGMPQQTMLEELDEDDGVGEDHTTGPQVYTDEEGALPLYYDPPADGSSCFDELPTETVM
HIFSFFNAATMGQAMGVCSAWKGLLSDSFFWKRQYLVAEPLVLKPYNNWGWNQFHAYAMRFIRDEPIVDRECAIADVQDL
TQYHNAAPANPNLTDYEFDEVYHQDPVTGCGQYMLNRNDKYLDKKFGLGLLVFTAGGWGGGRSFRSDGWWLEHYMIGSRR
EEDLLRTTGKYKSLCNPKLWRWRLLHSDGKDEVTGVLLLNIGYLEQLVDEGRWQDELTKVDVQFLYNVMNDAATSTDFRA
YEQQSIPHWLQCHKREQKQRRIEERKMLRESQENGKGKEKASAVDESSAMDVEVSSQEGTLVEIDKPFRHTKPEAVVSKL
YSYQLESLTWMTEIEDRVSRGMYWEAVRLIGFPDNIGTHIYMSPDGTALSTYEQLDKYKHFVRIYTRGGILAEEMGLGKT
LIILALITLQRQNIEKIFARDEALFPLADNMFRTKATLVLCPSHLAKQWETEVLVISTILQHRNVTYKDILEADLVVVSF
SFLVYVYAPLCEPSSLGNDDPKLAQRRSPLLTQFRWMRMVLDEAHELPMGVGRKGKTGIDDISPIQATFRWYITGSPFPH
GRTSLHNALDLLRLKVKKPIDPDQKKKDKTPMEKNEEEGLGIQNLRYGVTYMPSVELEVMKNLYCRHTKQSVSSEYTLPG



VQTQVVLLRQTVVERALYEVAKIEKRDDEMRQLCCHPQLSNSHLRMGGVRDKNLWDLFGETLVTKKQQIKSTSTALDLAR
TNVQAHEKHLRDLKTDWKRQRAWLPNWKPTKGELERKLGLKNSIRKEKKEISSLEASLEMYEKSLAHLEEVNAKYDIVKQ
GKKMAKGKPFDSKLEKEDQKEGLAILEAATNALPSAMFMAPDTISKSTSEMENEEKDNRATGEELPPELIDPITLTLMAK
TQCPVCKIGISPDQPPMPNWTLRNIIHRYREKHGKQLLAGGDSAAQVQIDLKPAEDDPLLKPSDRLPLLPRGLLAGGVEH
TPRLASKPCSSSKKKKKPNSKKSEGTPPALTLGSSRTAPLIDLAKAGPQPAAGGQGQAQAGGGNNGSCECCCAGCELPKG
PRGCCVWECDECGVCRMANDFKGDDCWFRFPVTTLTCQVSFSKWSNWCTRTLCGLIYPLWVPLVLCLMVCDQLLMLVFWS
LWVLGSCFFKLTWYFCPSFNQWVDAKLGPASTRIGQIW                                          
>Acas_g3635                                                                     
MSLASMSSFAGEEDLHGLASMFPRLEAQLREAEKGFTSTMLRFCPDRAVMELEVLARAKATNEVRKIHGFHVICPLVCLP
SEVLVSNILRRLDPVSLCRVSMTCAFLYELASDNLLWRGLYDEWERKWEIVSRKVRTFGVYMSDSELLFAASDDDDDGDD
GDDDDDDGDDGDDSSDELEDMDKERSSSDDGDGGGQKEYEEMKEDEDDDDEDEKVGNDDSDEQLQQNASESEDDNMEIDE
QRRPKIKIGSNRTPNRLPKRKANANKKAKAKAKAKTVKRTKEEKRPAIKKTQATRAKAKSAAAALINSSPAGPYSGKIVP
FSAFNNTSASDVPTKRKGSAIIIGGGATGLRPKGLEFDSAADNLYSNPAPPHRVQAMAREESDGERREREKMVHDMQREW
RRLLDRVARREAHDERAHAFYWKHCFRELEIQALNRKKKDVSARKRGALHKLLARPGTNLSLQAAVFPLPLKWLLAKETA
AAAAARDGSKPRPATSPRARRGSVTATNGLDESPFQSIVSKVFENNKRLFSLRNPFDAFDEDAQNRPGNLPPNEEWLHFG
RLREVRGGDSLLEIVFSVKGDDRDTQKQRATTLTFIKEMRAMLGGEIEGIWEDADYGFGGGDSHRLVVFSTPGRKGLLLQ
WSWENNSNLLQPWHQ                                                                 
>Acas_g3641                                                                     
MERRRDRMEEELMMREVPWGEWVWVHVFSFLDAPHELARVRLVCSAWARLADDGSVWRAKCREVPAVQAALESSSSSTKK
GRRYAPRLFTRNLKTADNALWKPLFRELSTFPMKGAGTGHLEYKLLRQGLRASSSDHPSQGIHQTLNPSLQTFWSSKGSA
DDQSSEFLVYRLVQPICIVHSVSITIYRAGYQKGIPVYGPQSLQVSVGFGPEKEDMHYTSPVYPVDNSAVEQTFELAPEL
VAGGFLRIDLYGRVQTQPDDDLYYTVLQRVVALGLPIAGLDKPVLSEALVRFAVSRSCFHKSLIDPPTPEPRKPPPKPAH
IPAEHSDEDDEGEDEDEDDFVEDDDDDDERQLPEAADDTTSSADDLHELKSIVLRHREREGRQEVMQRQKEGTIGASQRA
QQRKERIRTLLLEGKYSEAITTALDSPADEDVRTAEVVGWFWDADEAEKAGTANKTGLAKWAQEVKRRVSGRSEAGVLET
YLQLALKRQKRLNEHETLAIVRALGSQHLHLIAFSAATGRLTCTEELGDLIAQYNQPLIAADIYMRAHVFDKVMVSLVEA
ANFQAVIRLAYSLQYAPDYVALLRVAKEKLSRRKALEFGLALAQGNHGASLLDLDQIKAALDIEMAQGEWDILGRLRRLV
EDEAAAEGGEDDRAEDSEED                                                            
>Acas_g3659                                                                     
MDVGLPEEVELRWLACLSWPDLVRAAQVCSRWHRLASDVGLWENAFVREFGDTAAAAVRSTTSVRQALDRLWGADESTSI
EYGEWTSTFLLDTRLYQPSRTTYDEIWDRGEVQPHQEDHHNDDDHKGEHDDEPTIVKPWKAVFLRHYLLRYRWLYGCEPQ
PGGNTKAKPANSVMRGVVAGMKSSGKSHFLRSLAPDQHVEDGGCNVVVVTLNNGRRMALLEMRRPNRWFGKDYNGAPVSC
MVFMVDSTELRPFLNGEIGSDEEYRRMEDIYKRFHGVAGQAHLHWLVGIVCAHKIDLATSEAEKEELREVINRKLRVDAL
KVCSWYCLAKVTTLGTSATDRRSCLAAVQKLAANHKVQDLA                                       
>Acas_g3660                                                                     
MEADSSILGELEDQVTCWICFEVFDEPVTLNCGHSFCKLATLATNYKLQQEGGGGGTMDTGLNIEQESIWFDMPNEVLAD
IFMQLPPRDLGRLGLVCHLFKDVSEDNWIWRGICKERFPFVQVSRYGNSWKRCYAARHKMQNGWEGGRPGDFKMTPLRAH
KNYVSAFDYYRNNVVSGSADSSLQIWNVTQTKPLHALNGHNGVVEAVKFNEIRIVSGATDNTVRVWDTTTGTSTLTLNHT
GTVRTLQFNESTIISSGDDRTVKLWDVRSGTAQRSLAGHQQAVFMVDLAGDRLISGGGDGVRVWDIKSGACVRHLQAGTV
MHAQPAGPNELVTAENDGSVRIWNVATGQSLHHFPGRWGLQPTCLQADGDTIVVGTNTNELRVFDQKKRQSLPNLNDHTA
AVNGCQLDGQRLVSCSADNTIKVWDLKTGKRLYSLLGGSLQERAGNPPHPSRPGCSGLKFDEGRIVGAFNALLRVYSFTG
EDAK                                                                            
>Acas_g3719                                                                     
MSGLTGVAQVLHHKVSLIKSLMEDLSEFASENCVHAYFADSLSMFQMLEEELSIQFDRANFFLSFLADHSVPPPAASAGY
FSVLPREVELHIMSYLSESELNTVALLSNHHKQLADDDELWRRLYGVKWASRRKQRSSYPTDETSWKNYFVERQKVERHW
KTGEYAIKTVQGHSGPVLCLSFDNRNIITGSGHREIRVWDLKTRRCKHTLSGHTDSVYCLQHDDEKIVSGSADKTVRIWQ
IRDRDSWQDLDQSGDEAGIKCTKRLTGHTDAVMSLQYDKDRIVTGSADNTIKVWDPVTGKCLATLQGHTGRVWSLQFEGN
RLVSGANDKTIRVWDLQTGVCTMTLQRHTHSIRCLQFDKNKIMSGSNDRTIKLWDVNTGQCLHTLKGHTDWVRCLKFDDS
KMASGGFDETIKLWDMHTGKCLTTLKGHTDAVMCLQFDSRRIVSGSKDKNLIVWDFTQREKRREGRIVLKTKKSATHDGA
YIWKGRGRVVQARDLPVADATGKTDPYVELYVNGVSHKTKTIKKTLTPYWGETFTFYPSSFNPSTDSIRVDVYDWDRFSN
NDLLTRNLLPIAKYASAGTVEEWVPLNSVKGGSSAALQIKVIFGDGRPKVAAPQQMPPQQQGFPPQQQQAYGGFPPQQQQ
AYGYPPQQQAYGYPPQQQPGGFPPQQQAYGGYPPQQQAYGGYPPQQHPTGGFPPQQHPAGGFPPQQQGYPSTQGGMPLQQ
QQQAYGGFPQGGMPPQQQRPTAGFPQGGMPPPQAGYGLPPQGFAPPQQGYPTQQPGGYPQQPPRPY              
>Acas_g3725                                                                     
MDPRLLESSTEELNAELARLETQRIELKSALREIKFKMGDIRRLVGARNAAQHMEDFHLQTTIQELRHEEETISAEQRAF
PAAGLRLPYEVILEIFSFLRAADLLKASTVSRAWHTITNDNLLWKHIVTKKWEKYSKKILNDRTSIHEDSSNRDWKKYFR
WCESQNLRWASHLDYLTDVAESKRQATLGRKFLARGNNNAALKVLQAANRLVPSEEIESLIKSIQSGDPSVGQRLPEWQC
QHCTVDGYVRGYKRRFWQGSTDHRGVPGAPGRVVTLIKVEEVHEQTKEGGYTRELVDVFTKEAPHQPTIVGALLYRATED
NPEFLGSAPVPQLAAQIYKSVGPSGRNVEYLLNLAQAVRQMGVEDDHLFALERHVLEMVAQEKADTEEQIQQVNG     
>Acas_g3783                                                                     
MEVSEGHPEEVLLPSEVWEQVFGWLDSVRDLCACTATCRAWAALCWRQRRHVRLHAVRPQTATTDHSAPSRGDMAIEVVA
RRCGKLERLDVVGTQLNVGPHAVSTLLVSCTRLTGLHLARCRSDMSADAIVAAAANHPSGAGSRLTALTLCGLRRLTDAK
LAESFGRFSALRSLSLESCTQITSTGLAALAAQCPQLAALRLKGCYRVKDPGVVAVVRGCTQLEKLDLQALAAITDQTVR



ALAEHHPTTLRSLNIWGCPMVRDEAVSAMLDSCTNLEKLVAKFSGIVSSATFEHLANTNRMRKLDIQGLVIEDVALDSIA
TYLSATLTLIDIRDCANLTARGMAHMIASCTRLSVLRLRSASVDDSCVVAAARHLPRLHTLDLQKSGGVTALGVRALADS
ETSVCRRSLRILNVLGLPLLSRADVEAVLAALPMVKARTDYDVRPYEQG                               
>Acas_g3789                                                                     
MEGEQKVGARRRQHNDYEVSEALLPDEVLVRVFEFLPLGGIVAALHVSCRWHALASDPRVWRRLCLEHGFPKIDRSLGCR
WKLWVMRMATRIAVTTRRLCLEREGAVSLITRAEARRRDSAHNTTTTILVERDATLLSLLRMADMPADHLLAIRFV    
>Acas_g3803                                                                     
MEVLPPETWLEVFSLLDARDLQAVQLTCWTFRQLGADDGLWRRLCASECGHQQHLATLRRCLKPGDAAMSYAALYRRLHH
SPYLRWDPAQPLDVSNEGLTARQPTEGWTTTSTLQPLKPGRVNYFEITFTMFGGSSFLIGVGTKQCLGAPEWCLERADGS
FFHCSRTVYARVDGAETTLEAGRGYGSGDTIGVYVDLRQGAGLITWLVNGVQVVGMLGLGSLAVAELLPVVSWGGTRYCI
NLGVVPALPAVDRSPAYALQLPREDKTEMNQE                                                
>Acas_g3805                                                                     
MVLTAPLPDEVLLHLFSYLDLSATVAALRVSRHWHELANDPVVWKRLCGEREFPKVDRRRFGSDWKRWYRCMTERIAVNA
FRNDYPRPAHSYEPPIRVLVEPDASVRTLVRVIACSSMMPPHKLHLFRIDDLDGLVALEDPTQKLVDAGITSNTNVSFGL
CARPPK                                                                          
>Acas_g3833                                                                     
MQTSSRSWTTAPIDTGLSTAAAATSLTLTVPPVKQEWQLPPLPDEVLLHVFDYLDLSATVAALRVSRHWHELANDPRVWK
RLCGESGFPKVDRRRFGGDWKRWYRCMTERIAVDAFQNDCAGKPRRNEYSPIRVLVEPDASVLTLVRAIACSSMTPPHKI
RLWRIDDFEDNEKGLVLLQDPTQKLADAGITSNTAVLYELPDARNGYLRPCRSSTSSLPATSNNNNNVEAQGGVVRSQQA
LENALREMELTASILTRVFFDDYAMDAHHYRAQHYRVDGDDTQREEEEAEEEEEDDDDELQHILAVSMAEMERRND    
>Acas_g3860                                                                     
MEAPLQHQHPVEEEAEHPLASGGWAPFVVGRCWLFGGYDGIARAATASLWRWDLGAGGEAGATHAQEESLPPLLPAGALR
ATGGVAPAPRSSHAAAATATKMFIHGGQGEEGFDDLYSYSFDMGVWSRLPSKGAVPSARSGHTLVWHGLARDDLHEEEGK
LAESRGGAGHLYLFGGCDAASGSHSAQPFYRYALDRGEWEVEQGSGVVPNRYGHTAVVHDGAMWVFGGVDEDNTYANSVY
VYHFGTRSWRRLPCFGSLPAPRTRHAATLYEARLMLVFGGCDRGGRCLDDLWVLDLDSHVWTCLGPASSSSSADVAAAST
SAAKGSTTAALKGKEKLADNEDEDDHAAEGGFGTGRGRNDGGGCVAPPQWDQWPSGRRDHKMVAWGDRLLVIGGKGVGSS
YPAHFAFQCVLGKALLARRGPRFSEGSIASHGKVYTFGFGKHGQLGLGTLCQSAEPTIVPTLVSAQVVQVACAGAKTYAL
TAQGLAYEWGGEGERATWRFFGEGKLIPRLVRGLAHRQTAALAPACLHTAALTHGGKRGTEEVYLWGEESAPTQKGATAP
HPFLPLRGLHVVQLASTALSTVALTEEQLVYEWTLGRDTQMRLVECPSTESPLSVTQVACGGSHVLLLTDRGHVFAYGEN
RHGQCGTGNTEQVKAPTLVPGLSHVRRVACGDNHSLCVTSDGALYSFGQGKHGQLGHGTRLDCCTPTRVEALLDVPVVQV
AGGGGLGVSHSVAITAQGDCYTWGGGKYGQLGHSHTTQDELEPRLVASLRGKRVVGAACGWLHTALLIDEPISAHQATEA
RQAHEASAMGRFEVCPNELLYSVLSLLDVRSLAQLAQTNSTFKLIAEDDELWRALFAAQRRTQTPWMSPAQVATEAHDIA
ERREPWKAAFKTAFGRISGGESAGSSASKGGRLASLFGRSFVGRLFTGRREARILMVGLDAAGKTTILYKLKLGEVVTTI
PTIGFNVETLEHRNHNLTFWGCRRTRQGTPTPNPLLVTLPKIAVSFFLILLPFFFAVIIIQIRPLWRHYYQNTQAVVMVV
DSNDRERIGEAAADLHRMLADDELRDCVCLIFANKQDLPCAMTPAKVAEGLELGRLRNMPYHLQPCCGPTGDGLYEGLDW
LLTALERKRG                                                                      
>Acas_g3924                                                                     
MDKESDGREKLPEEMWQEVLRWLPLPDLYAAALACRSWATLSLYDEAFWRQLVECKCGADLVKPPHKSWQWLYRSKQAWG
AVYVGEFKAGNQHGSGKETEKNGDYYDGEWADGKPHGQGEKRWVESGTFKGTYEWFDGHKFCGMWKDTQQDGQGVYQWSD
GRKYDGEWSDGNKHGVGTYVWPNGCRYTGQWERNQRHGQGEMVVAGQAQCFDADGQPTSPTRPDFALGAKTFDDYFSLDE
ELWDVKYASHH                                                                     
>Acas_g3973                                                                     
MLSLKAAGMANLGVEQRVWIYTTSAAPNGVQLLIDAEIRLRMDYTFFQLDHHVSPPIQPSIAQPAPHFKVSFNPPGQFML
VLTPYMIQTALWALQQSGEFNHTIGHPNPYVQLSTNSQFFPQPTPKYPIPPFLIPTPTVALLAWRFWCRPAPASNKPLHV
PHEGVAATLPDEILLLVLSFLDRGQDLAAASAVCSRWSQVANDDGLWGKLMHRQFPDSPLFMAATDSSPSGLAVASLLQW
RGAHHFPAHIRAEVKHVTRLARKPGVIAWRTLVAIEAKAAAGGCFTSPRRRAGDASPRLWKALKRTAVGLGLAPCLRRRW
ILAGLDNVGKTTLITMQEYAHHGHGLIFLVDACDPERFAEAKRDLDELIKWDMPVLVLGNKIDRPNAVSEKTLKTALGLD
YCCTGKEPWQLKMGVRPCEVFMVSIVKRSYSPGLLWLAAHCHEELVHFGCEGNGDNNF                      
>Acas_g4060                                                                     
MPSSSSSSISYRGSLNLTALWGPMRSSSTPILPCLGSKDSVMDDGGGAGPCSKGGCGCKKYRPNPWRRTVCCNCQHSFDS
HELLLISEDEDDDIDTNEGEGAERRRATMRRLLMEGLGSGGGQAELGAPHDSNVSPRRVGQFAPPPRVGHTMMMRNLSPE
VQRLLLSSAEGRLLEDDELEVIAEEGDDDETEAEVDEQVEEPDFLSSSPQPKANPASAPGTSSLLRRVVELTPEFLRPFS
APKRSLLRHGARATPEAEAEAEERRQRRHHEKEMRTSWELMIDTLVKPPTGAAETDDDDTKWLRQRQRADTNTESETITG
DQGSDDNDDIGTSDDGWEVGDIDTTGNGGGGLLRSSVERARRVGGQRLHRSNQDDKSSKRGDLDNSDGDATEPGSDSEQQ
QHGSRAGHRSRDGTRVRRRHSSCDHGQRVSEDFEDAEEQSSSSRRHKRKTNPLSTSSERELTRKVVKKSKARSSRDEYDY
EGHLLPIEALRKKWAKGPFPPPPPPAPIIEVVVASPHLKEKELEWVLQDIEVKKTHMSSDLRKSFALDSLGDSYTGRISP
LLGSRGSGSLRLTDTTDGSMGKKKKGHRRLFESTGLKFPTPPASPLSNKKKSRQKKRVSFKKSKTQELKTKEKEERLAKN
AKQKNENEDEAAAGDQSSPRRGGSTSAAAASAGPKKKERRKDEDEGVEEWERDGHKKERKEKDKASKSKSEDKKEKKSKK
TKESKSKKKSKKLKKGDPEQSAFEAVTAGEKQRSRRYYSIQIGESSATKEKDPPTTKPVSSSTIAMPVVTQVGKGGTIKL
KNRNAWDALGDELALEIFLHLDTRSLGNAALVCWRFSYLSSSDVLWRRKFESEFRITAVRENHQWTKLYNHGLPRGRKAY
RSVRGKRAVVSKRARSKSAKSGKKQKKAAGGGDHEGGKERKKRKKEQSALIDSDAGDSDDSDETDDTDGYDDVIDVDICV
GRLEPTTGAIDTEDRDRSAALAHSSFGGGSSREKKSRLEGDRSREKRKKRKSVDKEGGGGTDISSSSRVKRRSKERSKEG



SVLHGAQRSESVVRYCLHHRTTRNDATRWKNRYRELMTDILIQRVLLKHTNRVIWGKNSIKGRSAAASDLPPLKQRKSLH
LLLDSNGNYRARNADQLSSVSPSLSSSRDSTSSEMSCAATLSAPHTPLSTSSLSSSACVTLRSLPPAFSSPSFYCPYKFR
VCSQRGKLLDAAQFGLVSHESQEMSVYVLLYASREDLPSPQMIPFLVTSTTEGVHKEPAYHSTIRNYGGGPEPVKLRLKP
KERYSLMTYEPSTTAARIHAILFMKPSLDADIYPLYPWRHSASIKGQWKGSTAGGCINEVTFRHNTFYSLAITKRPTTTT
TTTVCILLQQKKQAIDLIPGQILPYPCHIGFYVYTKDLKRNVALDMKWKNCYKVHAYVQVGEATNEQKDSGEEEVEELVI
IPTTFKAREETKFTLAAFADVPLQLREYTGPKPPSALLGSRH                                      
>Acas_g4062                                                                     
MSDSDIREAARRAKEERRRKLVAQLAGKKSAEADHQEDVTPHGDEALVGGELPHKKRSLIIRRRQQQEEESDSVDDTWGT
SSDEAEDGAVRAQEDDSAGDDDDDEEEDEPQDEMNESGGWVVDEGKRTKAKANATAGEGEEGASGGLRISKSKVEGGKVV
EASPPETVAGAVPPDQGPAEAETSAKRANKDKKEKPKRKEKKNKKGKKLSRSDEAKDDLEHVPPPPVVVQPLPLSALVGS
SALMPPPQPLSSSDRKAKKAHKKHHKHHSTDSAAAVKEVDNDDNDGDKGATKKKKKKKTTTKDAALSLSLSNSPASSPPV
AARTARPMSAYAALPSALSPASSPPSSLPPSRSSSRPSSAYGCGSPLAALASPAALSLSAAELAASSTMLPPLTDDCAVA
ILRHLRPGELCRAALVAKSWHRLAAEDSLWAGFLTEKIRARRDPTLGGWKQYFKLAWRRSKVATEMLTTEQSYVGSLRRV
VELFIVPLRDKGNEQVILGLNSSLLSELEERMAQWSFDQCLGDIFKQFVQFCLLFVLAFLAPLWTTSFLKVYTSYINNFD
NSITTLAKLKQSNANFSAYLSYAESRKECNGLQINSFLVMPVQRIPRYVLLLKDFLRHTPEDHDDHANVNKALADMQQTR
EQGVDVEQHGTIPISATTTTIDRVSAEEAAEFGMEVDLCFKVVSAEDEEAEPPIFAAPNEKELSRWLQAFEGCISCMTPR
SAETYIRIERSRSASTAEEPSAMKKKRNSASYGNAKKPSFLKRMSVGPSASSSLNIISPPSSPAVAPAASDRSAPSSDAS
STSAEPAAGSGIKKKTKKDKKLKASA                                                      
>Acas_g4172                                                                     
MMDSSGPGLSTGKQLLTTKRRRRDVSPFGTSVAIDGGGGGATHGQFVSAEDLNQADDEIDIDHQQHPAHHHMHHHHHQKQ
DDAAGGPLGSFVVLPVEIMLHLLSFLSGKDVGHIRLTSSEFNRLGKDPTLWRVICLREFAPIPNRLFQEPFGKTWEWLYR
SKAVVHNSKDSIKDGEVCCYRTKECRYEGEWKEKELDGYGIELWSDGEEYEGWSTQGRLNGYGRASYTSGDTYIGMWKNG
LRDGGIYVWSDGWRYEGEYSDGKLTGRGTLLFKNGSKFTGHWLDGERHGQGTMMYFDGSRYEGEWKHDKREGRGALKHMR
YEGFWRDDQILEGGKVLWDDGAELSLEEALKRLRWQMHADKVVLWAVLVFFAGWATVADSVEMCACPNPPAQGIKAGCAQ
LAATELRGTLTQISELTSTTQELLNSTLLPNCQQGLALKRQWDATSDPAQRAALEAEWAPGLFNVTVHVSAALVQVLGRY
TQTLLQLRQNLTTAAVADFASGGLDACNRVNHSQTQLESELAYWEAVLKNCSGVPEVCTYAKERIANVTARVDALAPSVR
FCAAFAPGLAQAYQGYRAVDLDLQQLINGLELGLQNPLQYVATMLQQTCATLSSPTFLLGMTAVLSDLNENTRTDILRHD
ICVIEAVPC                                                                       
>Acas_g4192                                                                     
MELEREDSGEGFHQRSTKEQGEALTLEGLPYEVGLRVCNYLSPTDLLSLALASSHTHALAADHSLWRERCLSEFRKPNLS
PAIRTKIDLTSSTREINWKRFYFQKKVLEQRWTEEKYVIHKIPHEGTTVIQVLRTNKRIYEDDENDAEAEAETAGMNVDM
GEEGEKSEEAKSEENDGEETQVRHAKKSEEEEEEKSEEVPAVSEAVAKTQNTKRRKSGKQGKSASSKKNKAKKDNTPMET
DSPSDTPAASADNADADEKAKQPKKAGKGKKKGRRGAKRGGPTADGDEELVDWGWDFVTGDDEGQVILWSGHEFKEKKTV
SAHDFIWWLEVHGDTCITASTDCTAKVIDLSKMEVVRTLKGHPTALWCVDFSIEEDYVVSGGQHGNFIAWRLSDGEKLAS
HKYGSGLFDVRCVVTDLPIPRSRVRLEGEASDDEDAAAMAEQEDNEAEAEPAAGSSSSSSKLSLSASTGGRSNMQRLAIC
TAVGEVDFYLYDVDAQQVIGTFSGHRATVTTVKRDSDLVLSGSDDKTIRVWDLATLKCLHTFSVGGIVYDIRLCENKLVA
GVTGEQSSFLRVWDYVKRTHMMDIPVSRVPRRIFSITVLPDRIYCSTNEHITVVDFRDVEGVEVMCKPKKSTRSRRGREN
CLLQ                                                                            
>Acas_g4275                                                                     
METDKSSSSSLASNDEAEAEEEDDDDVLLSTLPKELLVEIFGFCSVKDVCTARGVSRSWRRLIEHDALLWRRLGRQHLAL
YDIEEFMTPTELKLQAEGPPDATNWVHIYQRVFGGGWDDTPQTGTTLTDNGRTISYLPGDAGYRCFISKRAFDKGKHYIE
VHFKTLKEGFDKGVRDSNTYGFGLANRTIYTINGGSSYLSSNNGRGWYDNGNAYNIDDENTTLEFPHWKEKDTLGVFLDF
DENKAAFFMNRERVTKYFKIYSDLPLGPAPQAAATTTEGAAAAASSSSGASGAGAAASLATSPPAGIHIACLTAKGGEWT
LRYCGSCPPLDVAVGLA                                                               
>Acas_g4304                                                                     
MMDVSGEVALPKPHGTPAATTTTTTTSTARRLVDFFAVLPPELALYVVSFLGHHELCMLARVCHLCRGLSYDDENWRQLY
IRTWALRSTSRAEVQLPLCGSCTSWRTLFRDRKMLEWEYCSIDVNAKDEEEEQGGGGQEEKTAAGSDGDGDGDPNDDTDT
AMDTDTTGTEAEKAHTKTPPPPRSPIQVLGRGKYKDKKLIIPATARLFLRAYAKLAQTAELRRGCGDLWWVLSEWAVTLR
AHAARKMAEGSSLLVATAQGTDYASVDNLFEQSCKKLAEAHALYPTDSQILSEWGDGLSEHATSKIAATAKSRKVLSPAQ
LEQAQSLFRESYGKYEDSLSLSQMDLDRDIVLSNYGLALSDHAMVAEPAESKDLFARSYEKYRLAASLKPDNVLTQCNLA
MTYVLHSCTLADAAEREQLWASAEEILNTQVLKNDYWTYFCMARLASVRGHEAACQAWLEKCAKKNYLAKRTKWFCVHFA
NVKRAPWFRAMKQAQTGERTREREVLANLFAQQEEEAQA                                         
>Acas_g4373                                                                     
MNSLPPEIVTACLAHVSLLDLPAVLRVCTSWQQLARRRDLSLPMPVHHHGMIYAATLAAAGRSGQLAWARANGCLWDERA
TAAAARGNHFDLLRWLREQCCPWDERVCEGAARAGNLEMLQWARANGCDWDHDVCTAAAGRGHFELLQWAFENDCDLDVE
EASFEAARIRRTDILLWIEERSSGDIVGAGMGLAVCGHVDLIGWAKEHDFALVRKTVDAAARCGQIEVLRLLLDYGCGAS
INTCTAAARWGHLDALIYLRSRGCDWDTDTCAEAARGGHLGVLQWARQNGCPWDGTTAVNAAASGNVELLAWVHDNGCKI
DWGACDAAAAHGRISALRELRTRGFRWSVETCRSAAHSGKFATLRWLRANNCPWDSGTCRAAVLAGRFDMLQWCHAEGCP
LGDGVCELAASHNRLDMLAWAYARGCQLTGKAYYCSELMEHKPITEWLRARGCLTDYDQRGEYL                
>Acas_g4398                                                                     
MLKGSKQKALSANKKGKKELAQSASGAKDTNISQQPSAIELLSDEILCAIFGCLDDGIDLCAVGLVSQAWRRLAHDDTLW
KGLAVKRGWALPAELPGGGAEAEAGAGGEDSSSHGKATAAAKGGKRSKDHQRHRPRASLQRAKAKLSNDDSYLTKGRTVD



DDDDNNDYRDGDDGGVGGGRWKEWYVQTLHRRVKRSMRECGGDDEEARWRHIIANDADNDDNADGDERDSEDDDGDGDGD
DDVGKRQLRREAQNRREAAEERVGSSGKSYKVDTAASSREDFVQLVKEKAARSLTKVEIREQEVVLAQFAWDTPVQQFGA
NKDDLYIVGGTPWGLVNYMLTELSSLDDPMVTQFLLTHQSFVSSVEVLRMLEEYLCIMPRGYSRDYQLLWRKHKLAPVQN
ITDPVLAARMQEFLESHLTFHPLEKAFHQLLQQYIAALKPTDPLRRVVITPRVHSAVATATAASKKIARQMALIAFDLFA
QLPHDELLNMRWKHQPSTCPNVRQLVDFFNMVAGYVATTIVMERSMKPRVKMLEKWVDIANHSFKIQDLTSTLAIVSGLG
CAAVHRLKKTRQNMSKSAVKTLEALTQMSTRRRLRALAETMTPPGVPYLGMHLVDLSFVSDGYTPFLNMDWGDKTCVHWY
YHCMNALVIKEMQGFIKTGFHFKRDPALIETLCSLPYLATEDAYRHSLTVDETIEQ                        
>Acas_g4427                                                                     
MGMRRTFESFVDFDPHPTRSCLKSESGKTQNFTFNRAFGEYALQEEVYEYAAQPMVEDVLNGFSAAIIAYGQTGAGKTYT
MQGPGFDDPKLHELGYDEGMKGIIPRVMEEIFFQVAQAPPHIQIDVCASYLEIYMEKTRDLLAPHRQLEILDQPGGGVIV
TGAEVLTMLSSNEIIATMQRGARNRMVASTKSNDESSRGHAIFLITVTKHDAVNQLTQKAQLYLVDLAGSEKADKTGAEG
LRLDEAKKINQSLLALGNVISALSSGDKRHVPYRNSKLTRLLKNSLGGNARTTLIVNCSPNSVNALETLSTLRFGDRASR
IKNKPVVNQHRSVEVLEALLKESERKNEEQARFIQYLQAELERLSNNNNNSASGSAADHPAGDRGQSQEQPAVLRGGGKG
KGKEKLHDECDGLLYVDADKENRVPTTTTPVGPPPPASYDSAHHQAEGEESARKEQHDERVAQITPLTRRPVIHGNVNHR
HRQEMLHYVCPLTRGIFKDPVFCADGHTYERQAIKLYLKGYHRSPLTGQRLDHKKLTPNYHLRKLLAAKRDCDPVFSTVN
FFAVLPYELLCLIFSQLDAVSLGRSMMVCRMFEEVLRDDVFWRQMLVRDAPDKEANKNDPRPRERYVKLFLDRRAALRQA
KRLTTAAVLPLGHTGDGGLCKACRRGEGPDSAKRKREAELERAAEAEAARKKRAKLRDYREAQAPCVGCGGREMLSVEAR
SGQWNRYTLPSGEEREGCLPQLPGIADEVVGVVMKLCVDCGTIVGFDSAALKAAIARAEVIEE                 
>Acas_g4463                                                                     
MTRISEGVTLALVALLAMLSVAVVVDSAPSEPPVLAFRPTGDRSLIAVNNPEQLWHSDFADPALGNVVLLRSEDVRGKVR
NWWELYNRAGFPASYGVVAYNPHPNKTVEVTVTGRGFTPTVEGGLPFVRLMNNPIRETIRVPPLKWVWLMHEDYSIPNEA
IFSGAIDFEITSAIAGEEAPPVQVLNFIYRDFLAMQKVDMGCIPYMGYITRKEKDGENEARVYKGTTSHMVRTAPNMDFT
IDDLSTYLPVRYPFYNFTSGTYGPLQKSTRWISNIGSNNVPDAVMSDMAAFYTPGWGFIDPFYKSDAAGMYPNSGNYGIE
YRIEGTITNVGSKTRNVTFNIQVPTNCPLLSIAYETRPGVWAADYVTSASVVVTYLSIAVPATNLPVAYSAKYVVGGPAC
DEFPLEALPAELKVAIFIHLPSLDLARSIARVSREWRQLARAAFTRRGTDALDQVVLVQRWWRAKREAAFAHELHRRVQA
FEMAIDTAKRIVAPKRTCLELRRLLLELIAQDEEDGQPKMKSWSAPSSFFGGVVSAILARPRKNQAGVRFTRELVEALLP
EQLLLDLIAPFERFIADANVALRAAKQDTAISNNKKKEKEVDDEGEEDEEAASETEAGQRQAFAALLTRLLNESISPIGA
YLTHLRTERVRERITSLCKDADLEGDARYWTLLSQHFASPPPLIAAIPDQLLDFVDDPSYGYVYPASERAKATRTGINTF
GFVFAIGWGSIIVRVSMAINQLVADTVPPHPDRRNLAQLARQMQVFLKLLDIASSNTPLCYD                  
>Acas_g4511                                                                     
MNGSSGVVATSTPPQSSASGVVSSSSSVVKAASKGSEVRSYKGEKKNGVPNGRGTLVFANGKRYEGSFKEGQFHGTGTLV
FPNGNRYEGEFKIGRKHGKRGIFTWALGERYEGEYRNDRRHGRGLFTWKSGGRYEGDFKDDRRTGRGVLTWPDGERYEGA
FEEDQLEGQGVYHYANGDRYEGLFHAGVKHGRGIYYFANGDKYVGDYKHGKRTGYGLLTLANGNRYEGDFKADKRTGNGI
FTWQSGSRYEGEFKNDKRTGRGVFHRANGERYEGEFKDGKRHGVSVSYGKEKVYREEWVDGSLISKYEIGPEGINLQSMG
IILDLGNQINPEEEVLFGDRSKLPAILVIKIFSFLDEKSLCLACQVSQMWQKLSEDETLWRMLCKKRWSLKKKQDSDYAT
HYCYWKFQYWLYLCKRVFDEEEVKNGRGTYSWSNGNCYEGEWKDDHRHGRGRMIYADGDKYEGDWRDGKKHGFGIVTYMN
GSKYEGTFINGERDGKGVLTFSNKDRYDGDWKQGKKEGTGTYLWANGSIYQGEYVNGKKEGKGIMIYNNGDRYEGEWKGG
RRHGYGTETWINGVKYEGEWRDGKRQGFGKVHYANGDKYEGEFMGGEKEGKGKMIYAKGGEYEGEWKKGKREGHGVMVYG
DGGVYDGQWKDDIEVIPRVANGTDGKRAPIPADFPSKRRTVAESEEDEEELNEVAAAEQRKSAVQKRLARMRRRAGTKPP
KGSTRPSTNSSSSTKTTAAKAAK                                                         
>Acas_g4576                                                                     
MEVEEVSALPMMEMTMAAAAADEDPMVDIEVEEEEHNNNNNHHHHNNNNNNKRWAEARLAPGEHLLKRNKRSIEEDRNDD
GQQPTNSNINNIINNNDAVAGPSSEDAGELAGGEEQQREAGLTGSGDEWYTIRKPRMVDLESPVDSEWGEGESSLAELSD
EVLLHVFKCGLAQGDLHNISLVCRRWWALSQDHLLRRSLGKGKVFVIGCGQYGQLGLGQRIDQLDKPALIQALDQTPRAG
VYSFGSGEDGKLGHGNELDQLSPKQIVALQGHKIIDASCGVHHTLLVSEAGRLFSFGFAACGQLGHGDQSNRTVPTEVKA
LANEKIVACAAGAHHSLAVTGRGTVYSFGLGHTGQLGHGDENFQMITYQLTPKLIASLQGVKIVSAAAGFFNSLLIADDG
RVFSFGSGGNGKLGHGDQANQLVPKQIGALGFQKVVRVSAGPCHTLALTAQGRVFSFGNGQNGRLGHGDEQYAFAPRMVV
ALQHERVIDISAGECHSLALTDAGRVYFFGAMVGNANHHGHTATGPRWLEASKYHRVVGLAAGGTHSLLHT         
>Acas_g4588                                                                     
MGSLSHALDGHNPMQPLRSTSPSSSSSSSPSSGAAAYVNKVIPLETTFTLSVGVAFFIYAKLLLAELRLHCAAAHKDPFS
AAQYFNPDYFGYAAAFLFNALLPRKGPTDDQLLSQLSRFVAEHNHHHGASSSSEPTRLDVAEFNRFYVRHVSVPSLYLPV
DPLEALGRSIGSAVLERLDVYSLIRAGQVCRAWRELSLQDRLWANDYYRQPPLRQTSASATLRHYQPSTHRGRAFRDICY
SIYLDKIISVRVPMHELLISSQEYEKALVRRRLLEKAGASLSLFSGKPMQDWRSTDVSEPVIAGCDDYYAPMKGSMVVNI
VSLEFGYMMMEVALKVDSLVTPLDKAMVPAEYTTLEKGEMSLNALILHALRWDEFCPLFYHSGGPGSITVYTNALLRLVE
RELWPQWWKRSKADPPPPPLEDFIRLTWAYQAPHDEYSDRPYWEESDEKNSHDHGAHLLFGDLDIRKIATARARKEVVEL
RERRAHLFSVRWNNFVTVSRGQPGGREGLRAVHRGDDSGRLLLVVEKVNRVKDHYAFKLIEDECDGSERERESESESESE
SENEHKNENDTGGDKGKDKEGGDVEETAKEENLTGEERKRCHTTTAKRPGGRKVVKYLQVTDEGRVVLVRYNYAQFGYFP
RVKLHNLPSDQCRRHSLAMKQTEVEMKSECDTKSEGEAKELEEEEELSQLSSKEVFRRLRLDSETVLLQSLHNGKLLTTD
REGNVEATTGESIGASEKWHIGASSAARPLASLIVDCLGLVLDHLPLTTLANLAQCSRAWAEAVRRYLNRPGLVFHKPAW
YQFDSSHAGEVPRSARVVQIGRCRVFDYDDFLRLPPGLERLSIDVSGEHQGLNLISSVPRGRLTRFALTLGQVAGGLDLP
SLVPRLERFPQLRYVKVWYHLPPTGARDDVVWHKWEWHR                                         
>Acas_g4591                                                                     



MQQEQQLVGEEEEVGEELVGQPGEVVEAILLFLQLRDLANLSLTCRHLHALVFDNSLWQKRYAMSWGRPVGGASLPRTAD
ASHEAEAASQALDWRRLYVAKAALERRWRAGQCKVTSLPHNGVSVVQLWRGAAREPGLGSIGSPAAEPQLSWEWEFVSGD
SKGFLRVWDGSAFTPTKSLQLHHTQIWWLEVKDDLCVSISADGKVKVTDLEKLEGIRDLEGHEGNAVWGVDFHVEHDVVI
SGDQRGLFIVHRLSTGEQLFSHSFPWGVIDCRYIASLRRCVVSLPGPDIHVIDLATEEVTKWKGHEGGTIMCLRLHDDLL
LSGCEDKTVRIWDVKTGECVRVFETQGTTYDVRLCDDKLVAAVTNRSGESLLRVWHFATGELCCDIPLHQRTNRTYSLTV
LPDRVYACLQSSVEVVDFTQPGEKKRSKSSAPTTKPGKCSLQ                                      
>Acas_g4663                                                                     
MGDRLQRILARQQERERQMRERDLLKMQPPQTQPTPQSTSRWHKSEYGWSQRDESRSAALIGATSRESSSYVAPVTYTFL
PTKDYESLGLGKALERLSDFAVACNVLEVVMRQYYATSLLSTQNMMYTDIKKAHTLLSSPQYQTQSNTREAQFLFRTCVR
VLLETAKATTAQEGQQSAELERLCAMCTTQTTTGEETPPAPVAAERKPSVGGTLARLHKETEEEEHALGVKRRGKAQARS
GPDESTQGEWNEWNFWRIEPLPVEELEVGGTTDSATPRESLTDSKNESDAQTKNEGKQEDDARVARIREEEKARARDGGN
LGARHVKRLREVADMVVTQSTEEQREPGGEDCFQSLPNELIAYIFTFVFHSHPDIANVHYTCRQWNEIAQDDHIYKQLVR
RCYPGSYTSLRIASRVSRGSESPQGGWKSQYLRLRRRLYSFDYDDDYGYRH                             
>Acas_g4678                                                                     
MWEGDYTDEAELEDWAAAIDWHSTGFLRDSGGASTASSSCASHDDSADNRGRRTATFEVVPDRLTNNDPPNQPPRLVDGG
ACSHLFFEEMDGWLLLGLPEELQLEVLSMLSPRELATVGAVCRRLRGLVNGERSLRKSLVGLPERYLVFRPRIPLADLEQ
SPQPQPHQHLVLDYLRDEGFLFVSLDEEDARVVNEFKKCATAYLAGLEQRSQGRRKKMQHKKKTFPWPKASKKERELAHR
YWGIMTRVVAGLLRNVADSLDIPQDMLLSLLQSDPSQEEARLIERIERKSSNPTQPGRSPAAQPEDPSADHSSSALLIAL
SLVATRQGQPIRPNFRTMHEYSRGLFKLATAFNDGSTPCGMQMLMPRAPNASHRNFLPLFKLARENDICVFAGFSLSKLC
QVFSGPMGIRPVYLTANVGYDYPAAPSGSACIQFDAHVSYPRLHNIIEQAAATRGILWSQPVSERFRCTNREFFNKKNPF
GAFWFRSLNRKDNTKPLPKKVKWIVVGGAMACVAVPLVVVASPIWLPVGGMVWVCRERAAIRADAAER            
>Acas_g4686                                                                     
MEPPLCTTFDELPIETIHHIFSFLSARHLAQVCTRVERSWAEAINDASLWRVLATRDFQLRVNPHASLASHSRQLAWKDE
YRALLERWWAIQKLQLAADNIDAAVVRLEPAREADDAAQVLGAEKERHTHHQGPVGMMEVEGEEDLPGKDDQAHRDKKRK
RENDDGAAVAEAEEEEVAEAGGEEGPALLLHAAYLGTRIGSDGGEGDNVGAVQSTQPLTPYPIGNGRVGYFEVRIDSIGT
SGNIGVGLCKKDYPKRKAQPGWRQSSYGWHGDDGRLYSPTIPIGRAWAGCPIWGPGDIVGCGIDYHTHDIFFTLNGQYLG
VAFKEVQAAGSLYPTVGMNCRGAGAPVVDEPDADEDEESEEGDLKREIKAMEMMLSVLAKREEMPPAELKSDMESIAYMM
GFKKALAKSKLDLLEKCEYLERKCKEALVAMKFQLMMILRYRRREQGEPENINQLFNEVNLDLGDVDYGDDGDEYDPDEE
DVVEIEFSDDDDDEAEMEGGENEGGDDDGGGDAAGGPEQPGPNE                                    
>Acas_g4746                                                                     
MASCEGKNEEERKAKKSGSLRLRKPKDRPKLMDLQPAPPTTSASEGAVEVLQPGRGRADSAAATTTTTTPPAGEEGTATD
SATKKRHQRSRSVGKGGLMNLIGLKKKTTQKNRKGTSATTHADGCGRHGNAAPLVDAEEGEQSKQNVSAVVTSTADSSPQ
PGPGADDDVDGEGDDQSAPETDSSSAADEQPQPTAGADTDADSSELAEQAEADDPRPSSAEDAPPGRPAASRPVSDYGAS
SSKQINRRSLPGQVKLFPPLPSTPDPATTKQAEAGSPAPAVSTRLSARKRMTMDPGALKALYAQDPAFQRRLSSTTTSVS
AQCSQAAVVEGPEVLLALQTLAEQGIEEDDIWNGKPEVFPLLEPFKNELKKAVGVGCKSSAVNFLLPDISFFGELKAKTF
KVNNLQPIAHLLHAITAKLGGKSMTLRRSSFALSTLAGHQLDPREVLASYGLGSILQMWELRIVVLKRGISGVHAAVDKK
PLPNPQQLIFEQSRASRARPPTWVHRMDQFFVVDELYILFRMSKRHCITAGRKQQNKPSNKKAQPKPSASKAAAEVFDLV
DDFILTLIFSHLRDGPSLARVRQVCTRWRDVLDADEKLWPGLLLTEFKWKKTERRGKGRNKKNKKMEQINYREQYGKLYR
EHEATMKIKKMKEGEELAKISRLMRCLVPIAIDLQMSHLKNERHPWLLCSHPPEWLDVSKRALSKYFVSTPPVAWCQCRA
CDAELDVLKLDEWKAKWPHLLEWTTYNAPDKIADLISSGVLQLALKWRYYTPGDRVGGAYDTYADFLVEAALERESSTNN
>Acas_g4772                                                                     
MGVTLSKEDDMLDQFYGRGLRELSMNGNFSSLPEEIILHIFSFCDVRSVVEAGTLCRRLRKVASDETIWKTIFKAKWGTC
RSREEGGIDQYDWREEFMNRQRFVLEKKRARADASTSGNNTSLATQIWDSVVSTLNPFVPIRKRKVVFVGLEAAGKTTCC
FRLQTNGPDPNYFPIPRQCFPPIDVFQTRELEFVAWDVGGYKSKYYDSYSHRVFAPRLQECEALVFVVDASEDERRMTEA
KRELSAVLEAKMEAMFEKSLNLFERDNRPFPVMVLANKQDLPRSRKADEVSRFFASCFEPYENVIWTCRAACAAKKEAEC
LTEAVWWLLYEMEHTR                                                                
>Acas_g5049                                                                     
MELPNEVVLLVFEFLGVGDLAACARVSTEWGALAATNMLWQHHYRAILGNGHPSLTRFRSSTSTPSSASAPPPVPANARE
IERGGAVDWKRALRGAWSAKRNWRRGRPTHREAFHCHTRASGLCFDHRFLYVGLNRGCVQVFDLHSNHDAAHADAETAKD
DDGGDEGNEVYSGDTSSTPSNSTAPLIYFPTSSTSSSASGEVEAAADEGEGLVVPMADGPRKKPVVLHSPHSSYSDVLAI
HDQRLYAVSGKSIVVWDVDVCEAKEIKRVEIAYEGHTNKVSCIDFSGHHLITGSWDQTIRMWDINTGVCLNSMTGHTANI
KHLQTADHRIVSSSNDNTYVC                                                           
>Acas_g5050                                                                     
MENRFRALSLLRASAESADSRHDRRRLASRAKPSTNGEQHLEDGGPKDASAEVEDELVEEAVEEVWLDAFLLSLIFSHIH
DGPFLARLRLVCGHWCVVIDEDKRLWKDLLWRDFRWRKDRHRGKGRKKKNQLREKCVYQKRYAELSHQRRQAELKEAKRR
LVHQDRVIKTAHILPGLVRLLCVHRRDCDENHPWFLCPHPEPWLDVAGNGTERRWCACRACGVELLVSKEHHKYWLAHYP
QLLSVSTPDDFARTRHLKTVASKLKLARETPSGTLSATAAHTTYAAYLQSLAEPRPSPI                     
>Acas_g5201                                                                     
MKYMLAAALFFALLALAVGQDSSTVTVTKATQPVQTVQTVQAVQATKEVVVEQKQPTVITQVATNQFPVNGAALATRTTH
FTELLTFVERQGTGFGQALGDGYFSALPDELFWHILSFLSPLDASSACKVSRKWRLMCDDPLLWRSFYKSEWSEDFTLRE
ALLLAKLRMQEERRDDGDSRAPGSTDTSDSVEANLKLERSAHAKAAEINWKKCYVDRQIIDSYWRKGHVKSVSILEGHSA
WISCLRFNDSKIVSGAGDKTIRVWDLHTEKLEKTLKAPRGVLCLQFDEQKIVSGYMDNTIVIWDMAEGRRINTIKGHAGR



VWAVQFDDQKIVSGAADKSIRLWDLATLQCTHSINGAHTDGISCLQFNENNIVSGAADSVVKVWDMRTYRCTQTLKGEHN
VAVFCVALDDKTVLSGSHDSTLKQWDLRTGRCMYSYVGHQQGVFGVQFDPYKIVSCAGDHTIKMWDRKTGKDVATFAGHK
DAIRALQYDDTKIVSGVAYPLPIASSSGSGSLTSNFVPANVTFTGNSINLVSGEVAGQDPARPTPSARATL         
>Acas_g5339                                                                     
MGKRKQSKTEDEVKGVQIENVAAAAPKKRRLAKRTNRGRVAAAAVQTQEQTGTSPLGVLNDDCLLHVLSFIDGPEQLLQQ
RAVSRHWGSLASSDPLWRPRFLHMFGPHVFVSRSYSYYAEEDEEHVNHAGHAEDDEHPDWEYSDEETDEPQNEVAPKKQK
QKKKKKMKKTKNESRGCGPVDDSILKESIEHVRRALESKGSAGGPETVGGTWFYRYIATCRLMPRLRLPHVTDALKSKVT
DWCASTEEMEVSPYYYTSRLDFCMVDLPHYPPGDVHYRLHRLAVLLSLLSINKYAPKPGDEIQIGYAGKSCTITLARFCY
AFLHGKERELAEELDLLSPPPACPDIKKKKTKATTTKKKGKKAPSESEDEVDDDDDDDNDDENARKPPRRYGWREFKEPA
LSLNVVGDFTPFAYFLSGPYGQKTHSFDTTYPCLDDNEEIFGSSSDIQASYCFRTVRQQFASDIYLS             
>Acas_g5393                                                                     
MDQEGRRSVGRKRKIEDWDDVAGSGMELETIFGQGDANRLPSLPPEIVQHCLSFLGAQDLLTTRCVSRLFLALADLDSQW
RSLYGREWSATAAQARRYREEVRRKLAAGEKDDDDGEDEEDDYEADEEEAAVEEVNEVKELTEGVSAEEERTEGTKEKEE
EESKVDEVYASRSAEHEEYKRDLPLVRGLTSWKQFFWLRRKLERSKEVEAILGADPHERTAAMYLAGGYHLYEKRPKVED
DPMQWNEDRDDLDTRMLYLVSQEQFLSALSFPLNRRDMRAAYTGLGNVSIEFAVYQKQFPHTKRGMDWLRTWYEQAIEAY
KKSEELAPNATIKAIEHSYLAGVIRTYGDSDIHTHEEAIAVFKSALELFPDQANRTEEENEECAYIMHEIATKLFEQDQP
LEALEWYIKAIDEYELAIHEFSAPLLLSNMADAIKEQAELIPALEAKLSLIDEAASIYAEAQELVALGDTDMCIQLIHGL
AVVYLTRACFLDNHISAVQEDYDREPTEVLGERLAAWRKDLQESVAQAEQILNSTDSALNDPYTDFCFARIYAVSRRFDE
CRKWLEKCRHRRYLGKMRKLHRLAFKNVEDQAWFQRMVDEQTAASGSLCIPEDDASDLPST                   
>Acas_g5396                                                                     
MFRFFRRLKDNTTHRKRKGNCKQQTPADTPTTSSRHQQDQEQHPASLGSNNDIIIKSNDPNAPFALASTVSAYVSPSTPR
TPAPFHNKSDIAHKIKRRIKSVSASFQTVDCIAPDLSTSPSSTSSSAASSSSTSLYSSSAAIASRVHAICLSLPSNTPAV
LELCDDFAPRRETTSSTSSNHVAFETDVSGFNALPLELVSHIFSFLPASTHDICNASAVCWSWRELIRSDSSLAARRRQH
WRHVNWRAGRFYLRNTLPLKTHPIWQLLPRPNAKDTVFHYSGMDGTVQALDLRSGELTASLTLPSQNFPVLAVNESCTRL
VISTKKSNDTYAVEEYDFHSGKLVRSIDCHSGWITCLQFLNDNHVVTGSQDHSLKLWNLDSGECVKQFAGHTAAVTCLQV
LKRKTTANAPFRLVSGSQDGSIKIWDVDSGEALHTLPCRFPIFALHAENNLVAAAGCKKENRTSEKGCLKLWNWEREVVL
RDIGSQPQAGKAMAPISGVFLSGMQMLTVESGWMSFRCRKFRKTGAIRLWDIKTGALIAKIADFRMREHTNKSQCVVSLL
VDDEKNVIVGIEEMEHIKPSALSHIFKIKSMVKVWSLKEGK                                       
>Acas_g5432                                                                     
MCFGGGVELPADVLLHVLSFVVAGAGSAREAAAALCRVGGACSSLREVASSDHLWRRLARESAPHWRFRPLPSTDDQRAR
WVHIVRAAHTKPKPKPTVTAARLFDDDDDLFSAVHVKTDPLNAAALQEPKPEPEPELEVEVPTTYKQLYLSMPPPPVLYT
DERWFDDACRMATLVVHAAVKHPPPKRPGVNSLFGSDDDDDGDIFALPPSRSGVLEVLHELHGHNPSRSSTIGLTFPHRT
TPGQVGVWMLVCSGGRYFNVGPPSSSPFPLAAWTTGGLRERFESVRAQETEDRRGRTTAIASQVYDRHDFDWCGSGGLFD
DEDAYKAWHIKSWHEGEPCRQLSCPAAARSVAGLHVWPPELAAVAGWANGHFLTQEAGGLLYFHLVNGVVLSSWRIESSG
VVRESFCRAPLSRLTPSDVFAANATELPSGQKVMTHDQFLAGLAQWTNRDKQCVVSPTGVHVLYDVGRGFPHVRQCRVYR
LGAGSLARSNREFVLDGDGDKVAFFPARRAG                                                 
>Acas_g5482                                                                     
MEDEEEEQSVTEEDDDVLPDEVWLSIFQYLSDTDLLACSLVCGRWHLLTQDASIWRILCDKKFYGKVKKSTLMATDNSYK
ALYYKKSLIENRNWMQDATLYASLLFIGWLVADEEQRESKRAKDKLVPLQPDTLLRGHANSITRVLLGTTDATSSTLLSA
SSDNTIRVWDLEELSCTSVLSGHAQSVYCLAWRQEEGVVFSGSKDKTVKVWNLASSTGAPVMDISGTPKKDAHKRAIVCM
DLLPHLNCLATGSLDKAVKLWDIETGACLKTEKKAHRGWVSCLRGGPHYLMCTGGDTKIKVWDTRTVESVVTIRKMKKAH
SIGDYVSTIQFDQNKVVSGNMRGIVAMHDMCTARRINKFKAHSRRVADLQYDDSQLITASSDKKLKIWLFGEPREDPGKT
GPGKCLLA                                                                        
>Acas_g5504                                                                     
MGQVGPEEELEGDGGFFGFGEKPELPVEVVLAVLGLLSGSDLVRAEAVCRRWRTFLSAASPLGSALWRTVHEAEFGGPMP
TVPAAKEEDVGRSGNRQRKQRVHARKRGDWRLFYRHSLRTLHRLSGGQWSQWLALDPADQAPVADAVVVRVQGLLRWLLS
CGHQAAFARLVRPPVAHHPIGRLGPHPRRGLARRPARRAPCGGGGRGAGRWCAGGAAGVGGEEPQRGAGAGAGEAGEVEL
AGEVLERCGEFKADLFNSHNQRQYTALEEACERRRVKTIEFLLREMPAGHDCSLAFLLAVASCPLAVVAAMLDRGARAHQ
RTAHLRAQFYPIHRACQRSESAVEVVELLLEHGANVNEQWPLGNRTTPLHVACVAAEPSVALVQLLLDRGASPTATTGRE
RRTPMRLLLERAPRSAHANAQKLEVARLLAERGGQLGTTSSQPMCELLCWLHSNDQRRLDRDEWVLAHVDFLRGHGLVLP
TPAEAWLVPILLDSTPRIIDHLARLGFAMSAQCPVGSLAGLRQIPAQPRLRANLGALVRAGLDPTHALRCVCPGDLDSVD
LLLAHGADIAAVLPVRPASELYHHAWPHPFAEVVAPWLRGLHARGLDFRGIGEEVVVRWVKRLALPRQQLEAHALMEELR
RF                                                                              
>Acas_g5568                                                                     
MASFGLKKFKRNGASSDKVRLKCFFGEEISVLTVPSDIKYRHLKAKIEEIFGEGVAIHKYEDHVGDLITVHSKHDVREAF
TLYAKAIRKQSKRDAVEPYLKLHLAREPNPSPNNTGPGTGTATPGTTPPSGATTPGPGGSGGGEATSAPVHRRQSSREKE
KDREAREERGGGGLLGANGYNRPISKSSPVLPSRMALSKSPPKSPPESPTSQQRRRSWGRHGPPLPRKEPASSSGGSSGG
GSPAGKKRSSGKERGLEKKEKRRKKRISWKDAKGKLIEQRRGDDGDNHREESEGEGEGGGGEQEEGEEYAGGAALRRELS
GSGGSNSSSGGRGRSFIRRLTPTNKKKIERTKSADDKDEVARSEVGDDIRKRDRDAGAGGSETETETTTDDDDVERLVSP
QTTSGETESHDDDDDVSEGEGEGDRRPRRKQQPTVYSPLVQHLPSGSPPVVPAHEPLSATKRMKLTIQTDMEELNWDVPA
KALGSSRGRSNSDSSVINPPPATHTPPGMSPRSSFSEFSTQPLLTSAEYADYINAVPIHMRPSQPPALSSPDSHLPSFPG
SPNPNVPLVTPSGIGLPPILFPPDLASPTSHLPSVDLGSGHLTFTGTLPIAISAPPAVGGVVESPATLTRSVSPPPPIVL



PAIVSSSAATDPPPLSSPTSHLPSSVFSDEYFPPLDEPLVDELTASVIEGLVPFRTPPKSSILRDVNDPLEEILDGEQPL
GGGGGTIIIGQQPGEQPHASEAVQDMVGDAAAALLAKSTKSDRAKRKGKKKRKLGGKAKKASSSGKITLAGYCEDWSKVN
WQPGIKLGSGAFGVVYVGLREDGAMFAVKQIVLRPDDDASAATSKEIEVMKGIHHDNIVQYLGTLVKDNILNIFMEYVPG
GSLSSLVSFYGALKEPTIRRYTKQILHGLVYLHKSGIVHRDIKGANILVDPSGKVKLADFGCSKKFSNATVGTANYKSIV
GTPWWMAPEVFRSTGYGRAADIWSLGCTIIEMATCHPPWSECTNMVATLFKISHTDQLPDIPASLSRHCKDFLAQCFIRE
PKQRPTAAQLLLHPFITLKGGSDDQTDEPSSSGGGGGGAPSPKEGAGGKAWRMKKQIQSLASLITSTAGVFRLPKTLALH
IFSFLPARDIDSLAQVCKYWSLLAMELWEQRCSRWPCKAMKSVKVRNGNRGKGPNWRRLYIEGDERERRVRSASVAVTTL
KGHHKSVFAVQLLDSPNRIASGSEDKRLRFWEFTKGKWRLAHSAKAHTEGIYSLNFDSRNDNKLLMSGSVDKSIRIWDVT
KYKNVRTITAAHEWGVTGLQYDSSNGILASSALDGTIKLWNVETGKNVATLRGHTRGVYCCACRDNLVVSGSVDETVRLW
DKRDGSCIAVLKGHSDDVTSVQLDAQADNVVSGSGDATIRCWDIGTGECWNTWSEETATAARSPQEGSNKHWVWGVDLTV
NHVFSASQDKTIKIWDFTTGACLRTLAGEEGHQGSVQALVAGRDRLVSAAKDATVKVWQFEGLRF               
>Acas_g5588                                                                     
MEAARAGGGSGEGLYLVRENPRNNYSLILSFTELKPTRRQWTKPAVEDEEQQHKEGGASKTELAVTHWQVNVNRYSKVEG
FFLINKPNRVCLTLNDLLVDVASVQARTPALRPEDSLLYALPDDLLVNIFAFIDRPSLITLHLVCKHFYALARDGLLWRN
LYRMHFGRRVQLASSDIDWKLKYYFDHVLLTVESEPRVVGLNVPWKNQAQATFCSPHSRSYHIEYSTEEPNVFHFITDPE
TLSARVLHPLCSARCTIRENGGVDIYRVKSGYKAGYSLERDPASLGSIYPSLQKLTTFIRTRVCRVDPFPLAFTFHPNDD
DDDGHDHFDT                                                                      
>Acas_g5630                                                                     
MEMEALPDELHVHIFSFLTVFDLCRSVEAVCRQWQRLAGEASLWRGLMLADCRSPGRVRQVVEAAAQIGSDHTQQQLLLH
HSSPHLLPSVLHPAASASPSSSPASGWKATTASTTPHSGLKHWYRQLRAEERNWATGRYRTLDNEALRTTQKPHHPGGCE
YVDISGRYVVSGGWDFGLKIYDLQQRQAEGDSGDAKDSLHLLEPIKQIHNAHADGVLSVKIVGGQFLSCSEEAIALWDLE
SGALQKTFQVDDGSFVFADIDRHARFIAAGTEQGHLVVWKSEGEQMLKTSSWREEEKRVHEDSHLSMMAAAEEDLFSSHS
SPPPLDLISSPPGSVNLFPPSFFTTSPASFISPPPSSPSSPLSQLSSSPTSDNASSASSPPRWRNLQLVHAHTKRTRVVH
FPRWSDGELLVSASYDGMIALWRTEFFSTHHHHHHHQAVAPSSTSSAHGSEPRAFYHASDVVCLSSSESDPHLLFSGGFD
CAAKLWDLRMAASPIARAKGAPPSSAIAGMLRRPESNKGYYTTTLDCDDWKLIAGVGHQLWIWDRRKLGECMYTIDACSP
EEEVWSARAWGPHLVTGSRDGYVRLVDFSRS                                                 
>Acas_g5825                                                                     
MEGLPAEMVVEVLGWVHARDLAGSVPLVCQQWRQLCRQSSLWRLAFLRTWPPPLFHLRPCVSARPPAPAPTTSSSATARP
TAGKTIRNNDNIAWKSLCVRRLQLERRFEPELGVAQVVEALRSALNVAEHRLFVEDSDGEEEEDQEKEKRNTSEPSPEAE
DDEQAFTKKLFDKRTDGEEEDEDEEEHWEKRTTPAVTKKRAAPELDRNKPNQKKAKVVMGEESVAVVDTKKKTNDSGDTA
RPRAFARLLDQERIAAVRNAAERVEEILKPLDHVSYMRQETRFFLETLAETCRRQASVGKGAEARENAHHLFSLLCDHAL
YSHINVDVGLTTGLPLHINFTHEVDGSGFLSCGLKWERIEGDDFRGENWFSYQDPGLLNALVTYLFGEANVGLISHRDLQ
AFLQAVLVAHPTVTTFFRLW                                                            
>Acas_g5905                                                                     
MESVADVLPFEIWLRIFSFIDGKILLNTVALVCGQWRSLVDDEEVWETQVRRILADHPDPVLAPPPTAPTPAPTAAAAAG
TTPDSPAPTDYQYTHQPFGLVDEPLLWKEVGRTGEVEAEAEEKIEVWDREALKRREKKRKTEENRRAFRARAESWVKPKD
RTWKWLYRAKTNCLMEIESPSGIGWKEWNETDGTFVRYEGEWKEGQFHGAGIKWHRDEDKQWKCVGQFANDYADGEANAV
WAHTMVIYEGLWQNGLPHGYGVKSHPKGTAAAAAAARHGKYEGMWVEGMETGHGRHSWNDGSYFEGDWVGGQQNGHGTYV
WKSGNCFTGLWENCNQVKGVNTWFDGRSYDGEYHAGEKRGQGTYTWADGSVYKGGWDHGLRQGEGRMDWPDGTWFLWPQH
CQSSARLVTEMAVCALTDFFVGSPFSTFTGVIVAQRERVQLKDPAHRPQAGLCPRPTFSP                    
>Acas_g5947                                                                     
MLWEVRREGGAYIRTILRSIGERSLNLLQQEDLLSTAEFNLMNCLPYEVCLYIFSFLDPRSILAAAKVCTSWNVIASDLS
LWKHLYEHSLSVAIARHHPHLHPPHFADPDELFSSASSSGPSSSSTCSSSSSSSTSTSTSSSTSMALPWSPLAPLADLPP
SSPPSAASLSSFASTPLFSSTSTSSPSSPPVGRAFSRPSSPAAADGATSSAAATKDDDGEAEDRGVGNTIFADEKEIRSG
SLGRLVERLVAEKPPESYVSVFLMTYRTFTTPAVLLTTLLALYQRADGSPGAGGPEDVTATWFPFPPHSGERSIITLEEE
ADIRALKFRICNVLKLWMDEYFVEDFKQQPQQPQQQQASSQVGDSPLEPLFPMLITFVLGKLIREGRDTLANILKTSLYN
QFHTKQLAAKLKRLSSSDMMDAVSLSPPKPKAPTTEAARQLTLIEHALICKLKAHELLNARGKTDVMNAVNYCNRLSLWV
VATILHEETPRARAKMKARFVAIALHLRNLNNFNGMLTVVGALESPAVSRLAETNAELKRKRNSVIKVERELLALAQTAR
EINKEMLSVPKLPGIPSLAMCLSQLSLINNVHSDTFEGLVNFVKRQLYCTEVLFPFREYQKATYNLVPVLEIQSFLLRGV
NAPHNESDLYALSLALEPSTRED                                                         
>Acas_g5961                                                                     
MGSKVSKGGEGSKRTKQSPDDPPRVVVVARFDREAAAVAAERVRQSIFSKGAAEHDASGATTNGLLSQLPAELQRAIFER
LDAPALLALAQTSCTLYATITSLPTLYAALLSRLHYEPASGQVDELRRQLAGALLARAATNAGRLPWQRTEAVSRALDPQ
VRTDSAQVQCFVTARAFPLPTEGLLRFVPAEELSGVVAEALTTVTFGPDYNKLLADPAFPATPSAYQPEDDAWHHSYFTT
PPPLHLRLQLIADHQAYATLAQSVDSIVEKQIDLTVIKAHPCKPPPVGRTLNALADLVDEHHQLLMWKDGSYVSDGHTGH
RLLVMGRRLACVVQLDYYSNFCGGPFEMCDCGRG                                              
>Acas_g6007                                                                     
MRPLRSSKKRLQSLLLLSSSQHEGQEEEEENDDVEQNQTDHADGVTMIEDMELSLGGRALENRRTLKDYSIVPNAALHLA
ISRGQDQNLPPADGVAALPQQATSLGTLSALPPEMLTHIMSFVPFEDLIVKVACLNRDWNKLVEDDSLWKMAFGRLWHKE
HWKSGKAWLQTLDVKRTINCLLFDDETDLVVCGNHSADGQGGEIRFWNLKKRTCTKTITAHDRWVRGLYWEKDRLFSCSN
DKTVKVWNLNTGAFLNVYEGHENNVPMVQVSLADNIMVSCSRDQTVKIWDVGLGDCLTTLSGHSHAVNCVQFKDNVIVSG
DRGGHLKVWDFRAGTCIKTMSTGLDVVQCVEFVGGRPNELIVAGGSSRSDEKKYPLEIWDLMLGSAVTSLYGHTGFNWAM



QYDQPSGKLVTGGADRSIRVWDVKESKCEGEVLDRAKGRASNHADSIYTLQFSSNRVVSGSKDKTLKVWNFARAGKGHEE
DVASRDVGDESEDEDRGRYGSYTHDYVFTGYQME                                              
>Acas_g6037                                                                     
MEQLEVPVELVCHILGYAESLASLGRLRRVCQRWRDLIDSSPSLWARFSELEVEHSRIEPAALHRLCDRILRLVGCSKAL
HHPITTLLTAPQGSQVKVVHIENCDKITSDDVSLAAIVNNCPLLETLIFMSNNNKENKRPYKSWLAREAPLELALATVKP
QLRLFQTPQDLSYVQDCELGTKSGAWSKEMRPCDQLTLVRYQLLDMGDDGEVTLVDDDGEIKEGVTLPRPAWASAATQAF
ANGGDVNVLVLAPSGGIAELVFNVACP                                                     
>Acas_g6080                                                                     
MWVHVLSWLPPREVLAVASLVSRRWYHLARDELLWHLICIRQGRCPASAPPACKPESWLTFYFMPQNLLSNTGAEEGIGE
GQGWQLKSGGDGWAVGQLDDDTTVEQLGGCQRFFISSYSWCTKRQTVSLVEKGLSAAFLDSSPPIRASEWFCARTDCGSV
YHLTVKLLDGEGAVLAKWTTGTKEAETHWTQEEHVFRNYPPGVRAVSFKTKGKDSKFWAGHYGARMTGAVLAIAWA    
>Acas_g6128                                                                     
MKTVRKLIDGFKANKPERVDVRTATTMFHALPTELWLHLCSFLDVRDFVNLCSTSRDLRTAGQDEWVWRTFLLRDCPSIV
SLPQAIDNIFGQHNVKDLFGRSWQWVYRSKMVDIHQDRGDMISRKFVVGHRTTKGGRYEGEWRMGKLDGVGTLMNSTGDM
VYIGHFKQSEVHGKGVCLFSDGTRYEGEWRGSEAHGRGVCWYLDGKRYHGKWKEGKRCGKGTFYWSNGSYYVGKWRDDKP
VGQGVHWCATTKSKTKRGWSNEFLCCCATATVLTPMKETTTVTAGDARVGNPYQVSKSGLFV                  
>Acas_g6130                                                                     
MEQAEEEQGEAPVPMEVGERRGSVVCGGVQMPTELWHQVFAHLDHVALCHTVSLVCWDWYHLANSNAPWRGAFQRMWRLP
SNTPEGPGTPTWKARFKRVLNVETNWRNKRKKQTVLKLRCGKVMMVDFNDQYLTSASEDGTVRLWDLAVESGECKATKER
ILHGHHRWVNCVQLDGKWLASGADDMAIRLWNIANPVDSSAIEETALTRNGILASCSADRSVICWDVETNQPMQRLRGHL
DGVRGLSLSDDGNVIVSGSYDKTLKVWDRRAGIAHRTLEFKGPVSCLHLSDSHVAVGTYAGEVHLYDFPSLRTVSISNRH
GRVWCVQYDPVRDRLVSSMTWVRTDWPKSGTYAIEAPAAISTDGINSFKFNDHLLVSGGYAEVTMSNYDI          
>Acas_g6147                                                                     
MEELTPELVGLVLSQVDLVSRVACRFVCTTWMRASPPLPPRSVIKQTCAHAAEQGHLAVLQWARTNGCPWDEWTCANASK
EGHLEVLQWARTNGCPWSEWTCYLAAQGGHLEVLQWAHANGCPAWDQSTCRVAAMGGHLEVLQWARANGCPWDKHICALA
ASRGHLEVLQWAQANGCPWDEKTCALSNAAEDLDVFL                                           
>Acas_g6186                                                                     
MMDTMATNDIDQQIETNGPPTAGDREFAFHTLRSKMGHLEEVIEDIGQFICENQLEDHFINFVFRLSSVSKDLNTEISTV
ESYLEFIKRHNVTCSRNTGYFSVIPDEVTIHVFSYLNESELSSAASVCREWHSLTSDNTLWKSLYARYWGADAAARISSN
QIYRPKPLPLDMASEHNKAPIIKKPAATTVRRFSLWPSSSSSSSSSATSAAGGSTSGQATPSYGGKKMAKMYKMYRGTPE
EDEELERERRDHGKWKSYFMKYHRTKRNWDTGKYSLATLTHHKNTVRCVQFDENYNMITASDDKTVQRLDWDADKGAYVP
KMKLTGHEGGIICMQFDGNQMITGSRDKTLRLWDLEKGKTISTFKNHTGQVWCLQFDKHKIVSGSDDKRLNVWDINSGKL
ITDLQGHSWGIGCLQFDSTKIISGAADKTIKVWDLAMMRCAQTLKGHKSSVRCVQFDDTRIVSGSWDNTIKLWDVNTYRN
TDTLQGHSNKLMCLQFDETKIISGAQDKTIVVWDLHTGKQLTTLQSHTDSLCDLHFDDCKLVTGSRDKTVKGTVDKKMEA
TLLIPNFLYLGSEFNAANRELLIEYNISAIVNAAAPQTANHFIQESSCYRYHSIDLLDAAEEDLLKHIEPYSRFLDEAER
KGEVALVHCKSGNSRAAALCIAHLMRRHRWPLAKAFAFVKMKRPAAQPNKGFLEQLAIYQRYLQEEEEQAEQEENDHDDD
DKDQDGDEGAQEEEDAMELELARRRAAFMRRYAGGGEDDSSDEGEGEEYEMDLDDDQEPLVKGKEKQQPAAVANTNEDLN
WEKQRKDEEEDDEEEEREEREEEARRAKAKRDWQRWFAKPPALVDLVVRHRRAALAHRVSALFAAGNWEELKRVYASLRD
TPEFVNIVRAAYFAATKADAVAAAAAIVAAQTATGEEAKLDAVVDWRRIQQERLVSTFGTAPEPGFQRAFEQTLPYFLNP
LAKTIVAHLDRTLKSAGERSPKEVEDELWPLLESSLPYMGRNAAAFEFHFANALAGRLLSIGPGQNHRFHVERAVAQLVG
RFQSFSGFGALMEAMVSDAQFSFEMEEMQKSAAKDKVRQGEESGALVSVRLLAADLWPRRRILPPASKDLTDADMRSWRG
VPLANWPKSYVLPSSVQQKWDAFAAAYLAENPQRRLQYIPHMGTAEMQVVLGESRYFFTVTTAMMCVLHRFAFGQEFSLR
ELHEETAIPDQDLKRTLFSLISPLQGSRVGLLVKQPVKGKFEPTDRFSVNAAFASRLRKIRVPALPYPPPRKQRQPTSSS
SSSSSTGGAMME                                                                    
>Acas_g6286                                                                     
MQAERADRGHVLCHSRANDSQLDTSDRKGAYRHVTNGYKPVWEKRRLQTNNADEDAEAETAALTTAFNSGFPLELLLTIF
AFLPCHDLVCAGLVCKEWNAVSLEPSLWRMLCMAKLHAQEEHDALEKEECQKATKKGEKEGEKQRMDEAAWERIRDLQQW
RECYVAHYWQWTDATPGGKWKNRHRFRLQHSHSFLGSHLCQRPHL                                   
>Acas_g6287                                                                     
MAHIRGRFGVEGVDEGVELVKKALGERYGLKTETHPGIIIRYPQRCACCFDEIEYKRVVIMWTPTAQRPSELIGDIQLDT
SDRKGTYRYAGHRYKPVWEKRRLQTNDVGADKEAEEELVTAFNSGFPPELLLAIFAFLPCHDLVCAGLVCKEWNSASLVP
SLWRVLCMAKLSPPEQGEKQECQKVPKKTKKNEKQMDKATFEQIRDQQQWRQCYVANYGQWQDPPAGDKKNRHALRHRLH
HSHSFLGDDICQQPHL                                                                
>Acas_g6304                                                                     
MTVALPTDNGANFKRKRRQDHFALQSASPSAKRPRTELCDGNKAEADEDGEEDDDDEEDDNEEDHFNALPAELQEQIFAL
VPLRQLLELSSVCRAWYCVLAWNDSLWHQLHRRHFGPVPPLVPGAPVVRYRAWAAHSTLERPPLAPAADSNWRNKCVAAH
RALHTMRGDSERNREAELRRHRTTIEREERAYRRKRFLWAAMRNYVQLLREWLAEKGGEEDPEFIQEALVQAAKNGARET
VELFVTLGIGLHAETAFLKEAFVFACIGGHPNVVKLFLSHGIKFDLGLIRAAEQGCTEIVGLLLEHGLPVDVRDLKGRTA
LMHAAMDNNLAMAQMNTCLLVQLLLEAGADVEAEDLASCTPLKYAAAAAALETGQLLVSRGADVNNCGTDPQRLLSPIAR
LRRGRDPHSAQRADEFIAVLLNECRMTASGASTSGDP                                           
>Acas_g6360                                                                     
MGGDAREWDCGVXKVVKTRLNLDFFVALPPELNASIFGLLGVKDIVNLSLVCRWLCDEIARNDYIWQQMFVKTYQKEERF



VLMEGLDNGMARTGWRRAFKLQFYLQVMADLCDLVSESKFYLLHTSQTQDPHHDRPWACPVCTFVNYDATEPDHRFDELN
LRDRESWMNLAKQVLFTSFTPLYGTVRGAGLLWENYAAPQTPPKVSYEGDHGLWDNNPFPNERWYFINGICTDDNGLKLN
CQRLEATFGRPVQGIYNETNGFLVDLAECFAQRNLNFRTRSARFAAAIIKEKLIGHRHTDHNTNNDMDVVLIGHSQGGII
VSMVLDVLADDMTITDEQLAHVRCVITFGSAADEFHHPLRRRHPAAEAAARHHDQLEGARPMHIEHFANAHDLVAQLGVL
QFFGPAQEEARHHHDRDGEREEEQPARRPYAGRLFVAERKGHLFNTSYSLHEEDYQQRDGGGQRPFFCQLVNRSISEADR
VD                                                                              
>Acas_g6371                                                                     
MEETEMKALVVVHEVLPVEVMQHVLGMLDVPDLIRAEVVCSAWCGIAESAWHSFDSASVAPPPPPPTELLVTERDRISPG
MLNSTGTAGGKQPKGKEDRKQVGITPMHLAASCGSADVIRLLIQAGADVDPLCGSANTPVGLAVTNGFLDAAEVLLLHGA
KGSGVAGLVNPRQKNSKTKTKRVKGPLFFQAAAGGHVKIMQLLVEQAGEKGPALPVSAEKNTGRLATHFAAEYGRVEALD
YLLQQGVAQEGIEVIRLLKQHGVEVDGPDVGSRLLSTAAQNSKFVLELIDLVWAKPPVPKTTGSSTAFSRTPRPDPALFS
VNLNMASYLELLLQHGADINERDDQGHTFLYKQLEASRPNQPETKQWLAFLIEKGADPLLVGPVPRKWIRGQRTSGQVAE
LLEFVESLGISLSGF                                                                 
>Acas_g6404                                                                     
MTHTPYLTALMLVAITIIGNACVSAGSQPARTGHFFADTFLSTINVECSRWVSDTACLDFMLAFQWPLSIFQVQGEVTFL
TKPSLHLAEGVSSYVLFNVNNTGNWSVNIAYRPPNKPGFSLVISHDEEKGEEGTAIVEKSETLSMSLSLEAEPLPCPGSP
LGSECTMIEEAERILSGRPCGTFLVRYTSTKSQLAVSVVVGSAPPAGSQVLHRRVRIEPRAEPTYEGFGCWLEEGGDEEA
NDDDDHDEQVVVDDELAGAPATEQEDGPYFFVEFPDVRRASLYDLLSVWPTEYIEPLPYVEDRGEMAALRDSEPMPQVAS
PLLSLADELLLAIFQNLPAAALCSLVQSCRRACVVANEAELWRTLYVRDFGAWVPPVHLAEGGDLTWKQRYRLEHDLTII
YPQLSSFLREYRQPVSPTRSTPSLCELRDAMLGKRHKLTLRHPEPMPLQFALLNRLLASPEGAPRLEELVIRRYDTDHYL
TFLADQLTRKLLNAALSHIAATNRHLRVLDIECNLRVEAVDVLVQIIDASRDGVPTKRQSPWALIKALPRSRTLEDLRIV
LAPRTLLNAPSDLFNSCSPRLRQVSIEGVADPQKRAVVEAAMSGFRSERNSLFSFSVIAPTDSEQQLH            
>Acas_g6544                                                                     
MMKHHEIMRQVKLERDAHDEERRRQEHERLLVTTSVAEQPFLFLADELVLLIFSSLSARELCLVSRVCKRFSSVAKEDKL
WEALCQKKWGTLKEKDIFNRDNKVSWKVTFKNNWHKEVTKAKRLARIPNPIPCRYCGETTASTESRQRNVQYLQWIECVS
CGERWGWSMETGDLRGLLSP                                                            
>Acas_g6577                                                                     
MISSERRSECEPGEERDSGKEGQEPATRKRRWGDELTDKVQTIESEIKGLNQLAASHSVSSYLADLLLQFDRISGEVKHR
LQELNHLEAFLKVHMGSACSTVNCSYFSVLPPELNLHILTFLNAKDLASVALVNREWHRLASDEALWKGLCDKRKRLDDD
WRTGAYSRVVTLVGHESQVCCCQYDDEKIISGSFDATVKVWDIRNLEEKDEIKAVMALNKEDTQNAHRDRVLCLMFKDDI
LVTGGRDETVKIWDLNVGKCVNTLVGHTDNVWYLQFDEDKIVSGSADKTMCFWDFRSGKCFNTLVGHERGLSCLHFEDDL
LMSGSADRRDTLTGHTDAVYCLYYHNNRLISGGEDRTARVWDLELGRCVAVVSDEDCPDKHTGAVYCMQFDDRRLVTGSF
DHTIKLWDMDTFECLHTFGSFTGETDFHASTVRQVQFDDVKMVSASADRTIKITEFLRHD                    
>Acas_g6605                                                                     
MEDKGSTKEVEVEAKVVPMVVAPMQPDAPGFSTLPATPPALSPPDSTDSELSTKTKMERQEVDLGPLSNSRCFILTDVLT
PTECARLIHAAERAAAATTNDGQEDGGDGWEKLSRLFASEYRGGDRLLVMDEPLAHELWQRIKPGLTRDDVLRVRPIGFG
NAGTWRPFRLNECLKLVRYKPGDHFSGHVDGPWVPKLDESSIYTVIVYLNDDYKGGCTNFRSENTQELLWRVTPRAGQAL
IFNHDTYHEGEPVLEGMMFQRVDTGAVVARDDYLAKPTYRKLVKVYEKSNDAIDQGDVQVFVEKYLQAIQLQRDEQRSLG
EDKRKLASELALPYEIYVKIFALLSPTEIARLQLVSKLWYDLARDGPLWKKLYQTRWRTLSPTGPSELQVSNAEIEDCYE
RATHSTVVAVDCGGHSIKCARTTTSLGTYQTLSDRSVITTIRGTFPPLA                               
>Acas_g6609                                                                     
MATTGAKLVAAKVVPMVVAPAQPDTSCFTPLPTGLATTDEGNATGARIKPGLTRDDVLRVRPIGFGNEGTWRPFRLNECL
KLVRYKPGDHFSPHVDGPWVPQLDESSIYTVVIYLNDDFDGGATNFRSEGAKELLWTVRPVTGQALIFNHDTYHEGEPVI
KGTKYILRTEVMFQRVDTGAMVNPEAYAAKPTYRKLVTVYERSMEAGAHGEVDEFVAKYQEAIQLQRNEQASFSADKAGL
KEELMLPYEVYLEIFSYLSSPELGRLLRVCKLWYDIAQDGKLWKRHYRAKWPKNSSSKEGNAPIEDWYGCWKIRLRVHKL
AAFDCGSYAIKLMVGGSIEQKPIEELSVMRAVSDYGYWHYRSETKLQYGKRALAGDPTAARRIIRDGNVAVMRNMAGLMQ
HMLLSPRQDFVSILFCVPPTWDTEWNYLPSAVHLFKSPLICAEDSGVLVLASYSRKTGVVVDVGYEVISVSPVYEGKLLR
SFVRYVRRKRDPTDRLPLALQHSASGHRCLSCFNHLISSQIEAHCGPRGDSAYEYPWSPSRAVPEVEDLTGLIDWEEESE
QQANERVKTEKAAKRKKKNKKKNDAKKKKGKRGAHQSQSTEAHGGDDDSKSGGPPTWGAHVAASMLVLVLKTMERHKNGR
ELNGIDLKKLRAAVAVTGGRSSTAGWDESFGCALTELTADNPHLAVRLISDVGKERRLNRKFDAVRGGCMIAEARSSVPL
DHLFPHVVYKTPDQ                                                                  
>Acas_g6663                                                                     
MMDLPDEVQLEVLGWVPPHDLAATLPLVCRRWRTLARDPALWQRLHRRLLGTAGPAAASPDGAEAVDHAGDDDREDDEEE
EDDVDGEAKASAALAELQWALVWMPRQDKYHEIKREQELWELEKKKWMTRLLWAASEGYPAPVQQSLVGLERLTTQPVPR
GPLPRLDVRPPDQPLPRFTAKDHGPPIYRPWLGEPEPAAWSHQIDLLDHMGKAALMAAQCGHTDVVRLLLDRGAELNLDL
FCHGLRHGSLELAGLVLDRAPASLRSDSELALELAVRLAECTHTATLDLLLERHFITQHIYDVALARGLAKAVGHNDITL
ASALLPAGASANATTAGLRKPLLFKAVAKGIDMVKLLLDYGAAPSVEFATGGGTGLRTPLDRAVSRGAVHIVELLLKRGA
EPKVSEDMPRFAGQGVSDCLTLIQRAKRQSFVDSLRC                                           
>Acas_g6702                                                                     
MEGLADEEVMLILSHLPSLADVASFGLVCARFDRLRHDPHLWRTLVQRHLGVNLYRCPPGDVDWEEDYRAKAEQLAEAKG
LDRVWVAAAMGCHVRLARLLAEDPDVQAALAGGGGAQAAYTVSDPFAGSGSGIQLTLADNGLRHACQGGSLEAAKIFLDM
GAKLQERGVAPLLNAIKWDHVPLIQLLLSKGARVEYPSSNSFYLQPLQEAASSGCDRAVSCLIAHGARLTALDPTHWPSL



SHTDQTPLCLAARAGHLSTVTLLFAHCDVERDVEMLRSAALTAVTEGRIAVAKFFFDHAVQPFYEQLQALLNATTSPNEE
LLALFAHLVREAGSSERAYFLFVSECLRDGNRRVCRYLVHNGADINSVRHHETRGLVTALHTAVKEGNVHMAECLLLAGA
DPDLIRAHDGSMLHSPRSLAQSSLHAPSTQADLVALFARFPASNAPTQHEL                             
>Acas_g6806                                                                     
MEATTLGGGEEEGVWWWAEEGTPLPEEVSLALLSFLDVPALARFSLVSRACHRLALDPALWKGLCEREMAAWPCHRAFIG
LAAEALLAAHRRAAALGEWVDPGAGLWPQPFSWRAFFRCEALHPWPEGRFYLRQQLGGGSYGSRFKALERETERVVVIKW
INIEEEQNSLEEGRQVVLVEDEAKRKKIFEEKEALAARLMPVTWRSKQLPNVFGLYWRPTTDTICLSRECAPRTLDEELE
ETNGQADEGRIADVVRDVLTGLVDLQTACGENVVAGINLDWNKLLVADDGHTMINIDQIFYPCANARPYYISPELMPGTT
IDVEGECSSVNRTHIWAVGLIAIQLATGALPMEHMHPIRYLSRYDQLAPRGLDGPHSPELKDLVRLCLERQPQRRPSAHE
LLRHQFLADVRRGRASPTRPTN                                                          
>Acas_g6823                                                                     
MTDPFEVLPAEVYLHIASFVEVGDVPSLARVSRVWHGVVEQDAFWRGLYLRRFVHRHGAHLQAPPFARQPAWPVARRPVR
TAAKGDTGEHGEDDDNDDDDDDDAGYVGEAETRERARKKAVALMRADAVEREADERRLEEDEMARIRRELPAGTLHVWRT
CYQRRLRMKEGVCLVFMVGSNSLPYAADVVDKLYAHGIKVNSTCIIQQPYGGSGPHKGWEEELVDHFKHHSVVLFFANIA
GGDPAVRATIGNHMADFVDAGGSVVLLAFATCNVGESPGGRWAKDNYFPIALDGQTSLHVELGPESEGRDHHLLTGVRRA
FVSYHGVGQAHAKAKVMGRWSDKTPAMARLKAKKGTVIAVNFFPPSSDIGDGGWAASGRGWMGREDNSSAQAWMQQFMDR
LTVRYQTAEGDDAMGGDDTVPEAAAATPTAAANDDDDDDAGDLFGGGMAIPPELTTLLRSVSQEDNPWQTVLARIDGDVD
ADAPQDQAGEQKQRDEDEVEEETEEKVEVEGKEEKQKKTKGSDDGDFRNDVMVMLVNAVKYGLWKASRLEPRKGFADDNT
ATATATATGWSAARGSLRKAAMKSTCLLS                                                   
>Acas_g7094                                                                     
MMWVHRRRPEVLFVLLLGSSVFLYSAWFYGWHTQLGDSLSDYYASGDDHSSSSLKPPKPAPWYPSLNRTHEALLAAHRNY
TAKLDQTRSLEWLFERKVSPAVSADGVQLLTCGHFDPACARWTDRALTELYDLHYVPPDFVPSVAAVRKHYEEPSVMNAA
QAGNQAEVKRLRKVPDNTGLPQVGVVLDGFVTPRGSIFSRDFFIPCAIAVEHLHKDGDKAGFPSTYEYLACNRKKVLPKL
VEVREVAVIYHLHHDMFYHMVQDQYYRLLALLPYLRQHPDIHILIYGWSDPKNWDGSFGDRFFQFCGISKSRVIFSGGED
WDVSVKADVIYYVQDLSRQEPSALGFAQQIRSQFWNLLALPDHRPWSALLEPAKRGPVEAFFGVGAPAQAQALATPQAQA
APTPAPGYVADHPLEVNMVVMVRTDHWRGRLVVNHEEMKTALLELAVTFPAELLKRTKAAAKKSEADDDERTEVERRERY
IKINYREHCPKTPLLETLALYAQADFVIGPHGAGFVFLAATRPGVHVVEFVGGYEQNMMTTARLGSAYHGVVANLTKEET
TFLTNGRDMELMTPAGPRLPPEMWAHIFSFFSARDIGRLALVCSAWRITSENDELWRPGPLTKSLWGELAPVEGNWAGGL
CDVTVTGMPRGRPVECMVIDEAHGRLILGTKGGSMELLDLPGSRTHVNDDDDDDEDEENEAKQHRARGAMVRRLRSAHSG
PVRTLQLSPDGLLLASATARAAHLWDAKALESRPALSGGIMAFVPAQPICLNQHPSLCQRLWHYHAGTT           
>Acas_g7106                                                                     
MDPHPIYLLDSTSESDLDSDDSLGGPVYGPPGGYGYYDMDTDDSDLFSDSDSDGEGFFHGDPFGFLPRLMYVFQQQHFHR
QHVRQRPQRYVPAPNDRRPEYNIHYSPNSVAKCQKCKKSILEGSKYTHLSCFTPRGIVTSLYQLAGVSQLQEEDKQQVIK
RLQACSRWGPPGWRASSREEKRAVDASILHLKTVPVLKQMCLEHNLRRAGRKADLIERLLDHQEKLQPWIPPEQPTPVVE
WQLEKDVGLFDVLPEEMILKIISYLGPSDFAHLATVSRHFSEFLKEDLLWKDLYERTWPEEFKVAEETLRKRRREEEEKE
ERERKEKEEKEKEKEGKDNDNEKEKEAEAEAGTKESADKDESSPPPAKKQKLHHSRPDIALIQRDADRRGGEDSARSEAE
GCPSARSALSALQAEDKARVAAKEEEEREKEPKTWKERFYVQHLDALLDQRFQWPQETFILRDLRNDSPTLTRIEFLHIL
RRFDLACLKEICRLYDVDQSGAETLPRVTLVERITEAFFLGKIANFDKIIDAIQERKARVKGHCPFEP            
>Acas_g7225                                                                     
MSRQEEELEARGGLTASGRVLASDFQLIPNEIALLIFAYLNMKDLLHISQTCKHWNNISEDDSLWKPLYKARWSPSSFSP
VTSRARAFTNDSASSSSSSSSAAVAARRARSQRLRRRQANGAASDHEQIAGWRSWKNKYITRRNWLDGRVMGQSKLDIHA
RSEGESLECVRFDNEKYAAGSTDGAVYVRAVEDGRPLQTLRGHAQTVTCMQMQDNVLVTGSKDNTVKIWRGLLGAQECEL
TLAGHRGAITCLQFAGHHLMTRSWDLTGRVWDMNTGQIVHTVTGNSVCLSLQVENSKLVCGYADNYIRLWDLRTGKCHRH
LYGHSNIVTAVRFDDTMIASGSYDRTLRLWDIRSHQSLCTLTQHKGRINALQLQGQRIVSASTDHTVKVWNAKTRQFLFD
LKGHTSAVNDVQFDEKKATVHLALWRQPASLPRSHRCYSTTSSSESSSTAWILENYKGDRKDGKPHGQGYVRLPDGTTIT
GDWVEGELVRGRQVNMHEGGGMLYEGEYRDGLFHGHGRGCNADHMYVGEWVDGVPHGRGRFVSTTERRTYEGDVSQGKPH
GQGRETDDIANTVYEGQFKHGMKHGVGVMQGPHHRYEGGWVHDRVEGKGTKRWKTSHKPDSNEEQYEGEWRAGLQHGTGT
LTVFHRGGRRKTIFEGDWRDGLMHGQGRELTPKGVVLRSGTWTRGVFVEGQQNEQAPPPPPTATIAPSLLTETPKKKAPQ
RRGRKPAAQKLSQSPTSL                                                              
>Acas_g7288                                                                     
MQREEDGGLVDSEADGGGHHHHADEARLEVGGEVLPLELTIHVLSFLDARDRLSLALVSRPFRVLADDDLQWRRLYAREW
FREGSEAPNGQAWERRPLPKVKDVTSWKLLFRLRTQTERAHFPRKQQPTRRDVADDDDAHGGGGDGDGGGDASSASSPPP
PPQLVGEDGDDGGDGDDGGDGEVVLPKEPWVAREKRNGRSYCLWGDYLRQKLPQVTTDEDDPVQLKEDRDIMEVRSLYLI
CREEFLSALSYKLTPEEQFKIYFSLGDVTHEFSIYQRHFPHNPAHLREWYEAACEAFEKSLQTTTVSVRDKSSTLCAWAG
VIRDYANSGVGGDEQTDRLFQLAYAKYQEALELYGRKRPDYLLIENWAYAIREHANFNVRINNHPEAERRFDECFSKYEM
CNSLHSDSIVLSNWADALREKAEIVDGEGRDSLFKQAHLRYKLSFALDAMDCLTLCNWAMLYCLRARTCHARAQALREDI
RRCQEDIIGSDEEAVRAKEVEAAKAEADYRRLVATGKAKLEFGIAEGDLWTYFCMARLCAAACEAEECREWMTKCASKRY
LSKAKESQLADFAFVKDLAWFQDMQHQQQAEATTRLHAE                                         
>Acas_g7333                                                                     
MQRRSVAEEDGGGEKGEGGGGRGWGLLESLDPDTGLCVLSFLDTEDLVRQRAVSRRWGDLASADCLWKPRFLRLYGPPFL
NRRNSSRVVSCRVVWLVRQLTFAVVMTW                                                    
>Acas_g7367                                                                     



MEELPDELLVHILGFLVEREENVEGEDEDEHRAMEGFRALVSVSATSRRLRAVSDSAALWRRLYARRFLAHSPFARLDLY
EHIPPFRLAHEDRERALLSRWAETVGLPGPGEDRWRDAFVREARWSSGKNVLTAVARIPDRVAMTTGRNVLVDERDPEKP
VIFVSCGNGRIHSFRYDRSRGAGAELRKKKVYSISNVGTRAILGVMRIKDAYMTGLHQTDELLIARAHGTIKVFRKGSTW
AKLGVATGDGFPTLAVNRERMWMASSAWGRPGVIALHDLGAARAVSQFTLGSPQELALFDLRSGKKERDLISDSCGKVKG
IISAQFEEDSDASSFLLTD                                                             
>Acas_g7368                                                                     
MDWAYEDEGAGGLWPERVERSEEEEGEEDEGVELGEFFGDGVAMMPVEVALQVFEWLDPASLARAELVCRQWRATIGPAS
PHLPFLWRVPEADGAGPKKKETHKKKKESEELDWRAKCLRAHFTRHQYIKQGNMSAMLKWVITCGHHVVLRDLVRDSPQA
LAALHDQRRFHDAIDGHLTHLALIGSDLRVIDLVAAHAGVPPLAISRAARSGSLQALELLVRHFVDHHAGLLSERTSADT
SIETTGPITEELLDQLDQALMQGGLSVARLFLLSGEGGHVGLMRPLLERSNAARRHKLLMTITNRKGNTAFLEACDTGCA
EVFAFLFPLLSDDQIRTVANQQRMTGLLLALRRGDVDMARAFLDRGASANGDRPLGPLPLAVAVAAERNRVELVSLLLGR
GADINKVQMGRGQTCLCAACGTSSVSYDLVKLLLDKGADLSVMPAGWSVTGRLLQSPDPLGDGEEKLRVTRLLLERGAPL
VAKEHAARSGSEGLVVQVLRWFAKLGQLGQFQFERAEATALATLQLLTDYGCTAKDMPPEELLPLVATTSPRILRYFVDH
HGLSLTADGAAPGLALAAALRSNTDAHHRLVTVRALLELGVGLARLPDPASIPAVHYVREGEEDLLALLVAHGADVNAVD
QAGCTMLHRYMWRMQPKSEDWVRALHRFGIDFGLRECRQRTAWECGRLSGRIVAVLRELAPQPGQ               
>Acas_g7426                                                                     
MEALTHKAGASDFDGLPAEVRHLVFRHFNYRELCVLSMVSKHWHGLYTYLTSTIVGPDRIRRVVDVQECTNVTDVGVAAI
CETCPGLRTLQLAACERITDASLQSVSTSLPELRMIDLERCPLLTDAGIVAVCSNCPHLRELGLMALPQLRGDSVLKATT
QLTNLRKLALGRSPHASGIEFLTHHTALEVLDLSENRHVAGPHLIQIGEVCTRLRILDISYTNWRAIPAASLMPVARNCP
RLEILNVASCKKLTDTVITTIGSNCPGLRKVVLSGCLKLTDDSVVTVARNCPDIKEMQLAGLGFLTDESLMAVGENCPLI
EFITLSQLQRITDDGLLHLGRLQQIKTLVITQCSLITDDGVAQLRAALPAHSRVRFSLVTRRAARAQHPPHPAPQERDGE
DEALGEEEEQEGAEERD                                                               
>Acas_g7513                                                                     
MATPVDFSNYLPPEVWEHVLSFVDVRSVLAGVSLVSRRFHALASEPHLWRRHLLLSHFAATSSAAASRLGTTTDTATTTT
TNLYAGDAEHGWRKTFFAHRWLAHSQEVERCREQVSWTGKLSYQFAWLTDRSKDERERGVTLDWCARECALPSGREIELV
GVPGYRYQLQKCRHRTAATS                                                            
>Acas_g7635                                                                     
MIRRAAGQQGRPDDLLATNTQTMIETIQVGTADDAQGGALCDPLGHVPPELAIHVLSYLTDAELAHAASVCRDWYGLAND
DHVWRERFKRRFDKGAEGRKAARARRRGLPGVAAEGDEEAIETERLVLDDPRLDDMLTTATTADLGDLESGAAHGETGDD
EAEDEEEGEGDVDDEEETEELEGIRRLVIPSPLSNSAKWKTLYVERHMQPQIKLLRILSENTSLGTPDPSSRPSYTLRT 
>Acas_g7808                                                                     
MELWVLQAVFPFLGLPDLAAAAQVCRLWREALEGGEAAAESPYGTLPSGEVWRAVALRHLPWHATGGGEEVPASEAMVDD
QRSIEERKRQLWGRPAVVAPDIPLHAWKQTLRCVVEVFRCAGELLESRFTVDAWHDMNGTDRGWNYEVWHHALHMLKQHD
IIVKKAREVHSYGVSDTGRVCLAEGSPEMVIYERVPPEGMLMVDLKEWAANRDVKGINQALALGWIVILDEVEDTEKRQR
AAADPLVLNPRKSLARVVRNVVEPPKDEVREQLALIDRHSHEDNRGLLPKGVYANLKRRMLIHNKIGRTYRMSRGIQFVS
SVGEMFRIFAACRDQHQATGHGQVADQAPSPRDDVRARNEAAGPDDEQEKETVVSHKTKYFQMHKGFFREERDVVTSVND
MLMAIDKIEKYSSGIRDLDHWINPESEMVVDAVFHNLVLLGEAGGITMNELLRRERENDHPIPRPAGVDWEELVVMRNNI
IHKYFIFLDDLTRRTRMKQAWQLIPNSQQENNAQTQLLCLPTEILFHVLGFLSARDLTVLRLSCSYLACHAGDDRLWRRL
CERDWTIAENMLAEHLRRDWRWVYRSKVVIRGSECDGKVGTRTKGKDARWEGQWYV                        
>Acas_g7847                                                                     
MEIDDLPAEVLVKVLGYVLDPAQLSRLAQVSRRWKSLAETDTLWRELLKRRWTRDEIEHMNKEAQDDGGNPSLVDWNQRW
EAFHAAQKPPNATWKWLQAFYLGHLRGPVERLLSELDRHPLDLAQLSTVTFRSKAASPIAPQEEAGDVWIRQLLDISRSA
RLQEALSAYPRACRDHLEVMRESVLTRLNFIRRARSMLFLGKLGLFAYLVKRFLPSLCPLPANFLTSRPTAGSLLRFWPL
YVYCAAYYYAQKLLGRRGYMEGTPKWYLGAAKFGNHVLSSLLEEVSLRWLCLPPFIISVVVANGLLKGSTFVFALLLALG
CAVRSDQGSRLKYLGGVGMSLSLAYYALRFDLLLHTLSRVLMPIFHALTRNAYREVIARQAAAGTVNRHFHLFVVGLFAM
NSMGHLVSRLASLKLARSSITTAQLTLTLRNLFPSLAASFSTTSGGGGTAATDATEASWSAQLWRLLDQRAVASQLLGLV
NGNVVGWAMCHAAIHHGFPTVVALKLLCEAEVLLLHLATPTAIKRH                                  
>Acas_g7888                                                                     
MTGADEFNLGSLPYDALYHIASFLDGEDLLSLALIARSISSIASDCHLWRALLRRTYGQRTPNDSETNGDEHQEADGWKR
LYFVRKREWAKVQHSPLSVRVEVCARWSAVTLLREVLTRAGTDVNKIDGSTNVLHVACRGGSREVVAMLVEEFNAEPNKK
SQAPIVSAATRSRLPTHMNWHTPLSFAVGSGSEGTVQWLLEHRARAELGDCVGCLIAASAKGVPSLVRLFLEKLRPFRPR
SGWTAELLGNGDAASAKLLDDVFLTAIELASVRNLTSLQLLLADAPAGLAKKATAALDMAVRAGNAPAVGELLKHGVPPT
KGPGEWAPIHDAAVGGNLELIRLLVQYGADAGIAVHYGGDRQNAHMIALQTHGKPDVVEFLRTAPSPMQREAQLVFRIVI
ACLSLALLVAAWFTI                                                                 
>Acas_g7912                                                                     
MGELLYAGDLVGALPGEVGSLVLGLLDGRDLLACALAGSWAWHALARHRQLWRRLALGRTRRKQAAAVRLLHLHLCLHLA
PQSPTTLGECGDGGCHSGGGLGDEGWEWKEWAWAYFAAGREGDRVRLRDGEELASHRWRFAFRPGCMATDAEQRLAHQFL
PHFHADGRFEHERVFREPLAWRFIDMPDCENDFVLFESQDAALERRRQKRELRVKQRIAALSQDELEELSILPQQDQLCA
KLLEWRIYVGADHLGRWTSADVIAALVARLEEVRAARSFAKEVLSW                                  
>Acas_g7914                                                                     
MTNSTSKDEGGCELLTLPPEVLILIGSFLDIKSVLNLSSASVAWRNLLYDEHLLWKALYHRHWLSSCKWRDWRSGETCES
WMESFKQRTEIENRWLHCKPNVVTLHGHEEEVYCLQFDEDRIVSGSYDKTIRVWDLDKFREGKKPTTISKLVGHREFVGT



LRIDSKNVVSGSADNTMRVWDLETEKCTDVIEGHVDEVVCLRFSEQYIVSGSKDNTIKVWDRRTKQCINTLEGHTQEVCG
LHFDAANYRLFSGSWDHTIKLWDLRKAKPVHVFTGHTDGLWTLQYENERDILISGSRDTTVKVWNMKNFTCEQTLTGHTG
RVLCLQFEGNKLVTGAGDFLIKVWNLKTNQCVSTLDYHTSRVWCLQFDSTKIISGSNDRTIRIHDFSLPEEDPEEEAIVC
>Acas_g7947                                                                     
MEQVPDEVLLHILECLGNEKDLARCCQVSWRWGQEVESLKEEKIRQAIEEHNMRIERWKKGSNHNPIAMHSELLPVLKYR
DGELQEVSFITAKHMWGLLAWFVPVGVACSVGARPALVATVLCSLTRYYTYDAYYDEAKLQPRPNKDRLRSVAKCLISGI
AVCAGAAMLGWASGAGVRASIDKSIQTIIGSA                                                
>Acas_g8019                                                                     
MEKPQSKVLLLGDPGVGKTSLAIQLAHNAFLEIESPDGKYEYHRMVDGQYRVVHLFDNVQTEDWGWSDQIIRECTAFLLV
YSITSRSSFDSLAAWVDRIVRGKNKADREDLREVSYAEADLLAQTYDALFFEASARTRFNVEQCVLAATSQEAPERRQEW
HQKKVARLKAKGKKIPPIPPMSPVSSTYGPDFWSLVGEHKCSDIEFEVAGDIVPAHSVVLIAHSPRFMKSFIREGRRRKA
VLGVDEETFRAVLDWIYAGIFPKPESTDMRAYIRLYNAAVKLGVDSLAAVAKAFLQGQNYIEAHRQYAPKGALGLFFNSK
MLSDITVIIDGREIRAHKAVLSARSVQWHDIIADYEVNQAAAASYWDGSQPTTPRTNKNQSLTLVEQSAAAGGYHAPAII
FITLLHSPCLQSTDIFPNSGMTRSASSPTLSPHHADFEAGGKKKTKKKDKAAGDLQLYDLYHLMLSYMYTDEVEIAESYA
LELFLLALDYEVTHLANLAAQVVLDSLTVQSVAGVYEKLVGIHKSSSVLGELRRKIELWISFRFKSVAKTKAFKKFGTRY
PQIKAELKRNKKAGFSSSVKTPMSPPESTTAAAAAPRSPQREGGGNSGGLRKSSGNSSNSGSSSGDLLSTATTTTASSTP
NGKRLPRFLNSSMPTVPTNRSSFFTSPRATAPVDEPDDELIDLYESYQEYQYAKKIAEARLPVIDQRRKWAKHIGDYLAS
LQVSGEQFGSLNMANGFPRKVMFVPDEITEISDTLRKLKLDNNLLGNDPIVVYDRQGREQEKIEPLSFAGMRSLKMLTDL
SLSQNNLHTVPRSLCHLRSLTSLNLSLCNITAVPSYICYLHALERLTLIGNKLTRLPASLCLMRNLKKLDLASNELSDHS
TKPGYFPHSLTSLNLTNNQWNSFPLGIVIKADKEEERQRTKEEIDLKSSAEFFRFLSLGADIHLPSVLSGEAAPVMMSDR
PVALAGRVTTEEAERARSGTGELYKALGKGADKFIREQKIQQELLRFAKDAMKREREVEKSRKRASGADDDKALDEREDV
IFQRLLKVESGDLDIEVRPLENLVQLNLDGNNISSLPEEIHQLSSLRCLRLCDNYALRSLPDGLARMPDLQDLVIPLDLP
LTVREDQIPIYQHKVSPSVWRTLMDFIEVPIPHPLTPVTGPMRLIPEELQLRILSYISQRELADTVSLVCRHWHVLANDA
SLWHSFPWKLLFSARQEQITLERRIRRLCVMHPDIGELTLRNTSAFPERAIEHLLNRCKKVKTIDLDNSMNYYKSHLGSF
LDIITQNLSMLRHIACQNCYLPYPALACVLQAPRLSRLLLVDCEFSSSVSGCHGRSLAELPDTLPLTHLSFERSRIDPVA
LELVVTRIPNVVDLNLSACEIVPAVLNCIGERCRALLHLNLSHTAITATDVANILNQRKASLQTINIRDIPNVISSFYSL
ASNLLVDPEDVVSPSSSPRGNPTVKIQEFAQHFAHIRTLTISTTTENEAAGINHFIEGLARTNSSLVSLAIRSTSLSAEH
LANLALARSTTLRKIDLSCCNKLDAKAVITITANCKRIEALNLNFLPQLNDSALMEISRKHSGSLRVLSLYQCSSITDEG
VLAVIFRCARLKFLSLTKTSVTARSVRAVSELPELQVLCLSYADVELLKKIAQCSSLRHLVLDPFAVGQTGMGEGQGLFP
HTAINEYSEQKLLQMHWQLLGH                                                          
>Acas_g8142                                                                     
MDEKRKQRQPSPRRRAKKNEEEKEMEENENEIEVKSSKGAGRESKSRSAAAAQRGTRSSRSKSPSPAVADSDREEEEEEE
ESKSTAIGDSEEDQREQMNARRRTSPRRSGRTPSHSKSPSPTRAPTAPRKAKGAAEDANDDDDAAAEDKKKTKKKATKTK
KKKKEESSSGEDEEEENDKKKASKKEKKDNKKKKAKKEEEEENADGKDEEQEEQEEEEEEGGSEEEEEKVEGEGGEGEKK
VGKGRRKGRRRGSTNWGGRRRKRKSTATAAPNKREKKKEEEAGDAMDVEGADEQQQNNGSAPKRRGGRRKKAEMEIEEEE
GENEEGENGDGSDGSAGSETSDDDDRMTSGDEEDEEDDEEEEEELVPIRLSVFVDGQSLHDTFLWNIHESTLTPKEFARS
LCMEMDLPPAFETVFSALYSLISSLSSLSLTKRRLKAVETAIDKQLTAHLRWRTAFREEKIRIPSKDALILIQLNMTINE
QSLQDQFEWDVSNKENSPEVRPTLIAIVTTTVAIAIAIAAITIATITILFAQQLCTDLGLTREFEVAIAHSIREQVNRHL
RSYVETASADEARARVRPVVRSAVRDGEETEIFTPVVSAPTNPYKVITDAHKDQPVSAPLPLSLQAPPTAVSMMGRASYS
PYPQNHHPQQQQQGAMMSSWSAGAGAGSSVPTVTVSRPPAASVATTGPHQTYHPQQQPPQAGYAYAGSPGPVSQYAPGSA
YAAAVSSSSSASSSSSSSSSSPYVYGGPYAYSNPTQPRAAPMEQPLSPHGPQRVEGHKGRRRHRSRGGAGDKAQQQQQWR
WTGLEQRDVLLRLVPPCVRDNDRRELMALLRLDAVQRRESNLLPPASAADVSTTSTSTATLTTASTITTSGTGRKRDELT
LLQGACLVGGSLETVATLLLNGAAPDLATPVVPLGKAKGGRGTRVMGGYTPLHLALISCGRERNKIVKELLIYGADVNVK
DAEGFSFLDLTTGDDSPFAALHQLIAQAAKDPRAKKAQEANRQHAEVRRKAMEREERLKSNAAAELVDPIEALPPELGLH
IFSFLSVAQLARSCQVSTLWRCIATDHDLWRQLYVTQFGPVPPQTEHNFQALLQRSSTSLVLAFDASTKLLRVTPCGYYM
VNNCLNSPTVRVTHSAHECKVQCKNVSGRRTTYSLKVGDKLTVLHHAPQSGVCKVYFFSLTLSPYDDHLKPPALHHYCNR
>Acas_g8160                                                                     
MAETQEKEVHPVEVPAGGEFDLPPLLQLPAELVVAIAGWLALRDLGRLSLACRTLHALLAHDSVWHRAAEREWGIPRSLG
LPEHHPTWRSLCARLNQCRRVPPSQAVAHVDGDEDPMTALAQSGPYRVDDAIHAITTITFWFMMADIREVDVGRTLPLVM
LRSGDKQLCIGLPSRAPHLMIATNTLAPDDEVSDSDSDEIFARPRRTATRTWELRVETTQAFPVLRWTHVTVEIEGWPEP
SPHLKAASPASDQPRPRFAIRFGTEDLGTDLSDQRFNPWEWRRRSRVFVDDCEGSTRKSLIRDVRIYDGRLHQEDIAFLS
TIVPPLPENMDAIEETVMTALRESGDAWPLVGLRYNCAESCNFDICKACYDAGINPTHLPVSPLHELDHGFRVLQTTGYS
VRPYLDWQLIAWGADPSTTPVGDHFADVWAGMEHHCALRSNHSSVCWGNNTFNQVSPSPALAPSSGNYFASFGLGATHSC
AVVDNGTVLCWGDDTYGQATPPAGLQFRLVVSGRFYSCGLLRANGSLVCWGGYLPTPPPGDPQFAGLALTVDLICGLLAN
GSALCLSSAATVPAGLTFRQVCAGVGFACGVLMNSTAVCWGDQQVVAPTDDLFASISCTCTPSSTPSSTPSSTPSPSNTP
SPSPTPVGLRANATGDMPRLHFAVTQPKVTIQPADQTSPVQVSVGVGRVAEVDANATSLLSAIICPGNWSEVSNDSAGAA
FGAKQSFVFVADLVFNSTSSCADLGAAERPRVELQYFTFERNSTISLGSNATGSYQLSFDISPSFTKFTLRLFHWPWLGA
DSNRVEVDINISSPFASSVPLPAADGDTTLELRGQARSADGRPYSTQVRLVRAVTLDDVLVLATNDTDDRAAVEFAFDEQ
LSKLVLSFARFNTSLEYDPDIGVLLGRKDDGGSDSNLPIIVGTAVAVPVAIGLVLMVIAVGVVVLKWRSKLRGRREAINI
DQHDLAELDTEQL                                                                   
>Acas_g8250                                                                     
MAKPRRRKKSKPAATQNMPKQETTATGGGCQRSWQTSLQAGQAAGVGAEAVVEVVVEAVAARVVAEAVAVVVAVVEVVEA



EAVVEVVVEAVGGGAWWIRVLQKLYVLDWEDSDEWFVPPKGPGDTELEREAKLERVKERRKHLKSLVRYNLVQGHVARAI
PAKSRGYQFPCRVKKPKDDAGLDYMGQLPSEVVYFIFSFLDPVIDLPRASAVCHLWNAIASDPVFWIQPLRRRDIMGNTV
LHLAASSIDEEVALRTCAYFIQRGAVVDVSNRRGDTPLIIATTLGHQALQLFLSRHSERYRMEVRVGWGHYNFEMDELMS
IDAYQRVVEFLGAHMQRLYPCPAPRVVDGRSEPGSGFWMHKHLPRHAFKFLRHTREEFRDRPLDRWEVGLVRRRHLKTAA
TTTAVAAPVSAGQADESDAGRPPAAVVRRHQPPIIGHHFLLLLQQQQPHVAVGEHRRGG                     
>Acas_g8330                                                                     
MAAWVDHQLPDEVSLRIFNYLDARELNEASLVSRAWLRLTHDQAVWRGVAVHRWGAGVEHLGVTEWRAYCRDRAAFERVR
ETAVSRADPGTAFIFAPASVAFSSPSVLPDAFALGTRLFEEGYVNNAIVALETEVRRHPMSADAWALMGKAHAENDQDGE
AIACLKIANALNPNDREVLVNLGISQVNELSGAKACLYFAQWLRLSPYSSVLPQDLEKEIAKQAQEDTPSASASALLNWQ
ESWDQSDSNRPDVRVLLIEVLKSALEINPNDADLCIITGALYTACYLFSLAINYFEAALRTNPSDYALWNKLGATHANNQ
SPRLAVRAYTKALALRPDYVRCLANVGIAHHAAGRSRFALHFWARTFMLNPNSGVWNYMWMADPSLGRDKDPNRVSAYLM
EGDVPVEFGENDADADAAARPDRTTDFLDEWASSRDREAMLRANLQRGEGSGIDFADDVPWDDELSAALLRDAAEGLPRT
MTEEEEEHDEKKEKEKEIETEKESSTKKKYSMQELMELIAEGKTPEDVRQIDDNGSTSTTASHAHPTTATATSPSSGAAT
AATTGSAPKKATNAGLSIYTVDSFTKEAFAGNPAAVCLVPPSVELSETTMKRIAREMNLSETAFVQPFPGVPNKYRLRWF
TPTTEVHLCGHATLATAHVLFTEVGATAPALTFSTLSGDLVVEKADAAADADPKSPLLRMDFPQGKPQPTRLSDHLLAQT
LAALGLADADLVWREPAADADAAVRAPVTLVCPVTKKLFVEIVSVDKLVSLKPNADALLALPFEAAGLPVRGVCVMVQGG
RDDRSRRPGLNLAFYTDMSYVPDHVPYDFVTRYFAPWNGIYEDPVNGSSHTALAVIWSQELGKERLRSFQASARTGELEV
ALAPNDRTLIFGHAVTVMGGRLRV                                                        
>Acas_g8361                                                                     
MKQRVTRGGGLPDGLRPEQRSTLLAFQQQIDVVNEAVVGLAGLVEESELKQGSCAFVAAYLRPSVLQLQHSLDALQRKNL
RKADKGAAWALRPNEGFFGRLPDSVIGHILSYLQPKSLVAILRSSKYFHDRWRALLPKKGSSGSEVLPDTKAESPLGQWL
SGLGLPVEYSSLLISDGFEDIDTLLLVTDQDLFNAGIRKSGHRRRMLYTLRGIRRGFWTAFPANQLVLPLPADVITSNAL
AHTTEDETDDTVGDDDDRRSLTDKNVEDEEDLSEAVATDTEKDSGTKGKPKVAESPDTKQDKKKKGSKKEKTSKKSSSPS
RGVTFEGSQQASSDKAKEAKEKTDSKASAKQAKQTNPKPPKIDPLPDKIVSVDYSRRQLTSVPPQLTSLPRSLDLATNLK
VLDVSTNKLQFLNCNLSPLIFLKELDCKQNMLSVLPTGWSTLSNLTRVDLSHNQFAQFPPALAELPSLAELDMEGNQLTS
LVDIGQLTALERLYLNSNRLVTLPPSMGKLRSLKYLQLRANQLTSLPEGTSXMAGLELREADLSSNNFSEMPEAILVSTL
QNLSITDNVMTKLPPTITRLQSLKTCNLEGNQLESLDPGVALLTNLVHLRLGYNEISTIPDEVSRMSSLQELDLEHNRLE
SLPQTIGGMLALSLLVLNDNLLDDLPNELVLLDKLTELKVDGNPMKNIPDADQGGNAVFHFLLKRYKAAKKAGKKTTAK 
>Acas_g8372                                                                     
MVQAVLQWVEAHDMLSVQLVCRLWHQVTKQDHQALWRNVYLSTWPPPLTSPSAAADAAAAVAAAAASQLAESQPPARGRG
RKKPVAPKKKAIGWRALCLLRLYLDRHHGPERRLAQALQALPTDTAAALDELYQKRKRNHDDAVQPGGKKRQKTTKVTKK
KKKPATSRRRRAAKNEDSESESENGDEEDDGPVFTRGFQASGWSEPKEIAQLREAISEADKILEMLSRIEYMRRNTQTLL
STISMRNARGRQVHRALSALSRCILYTNVNVDISLESDDMSETSVLVIIFSPATGLPLQIDLYHVHPIVNITWKHVGLVE
NHTWGSWSNQHHLQHDEGTSVDQMMRMLLGEHAEAVQRHDMALFLRAVFTARPEMELHQELDW                 
>Acas_g8410                                                                     
MEGSDQPASVLGRAIAWVAAERALLDLRTAEAYESAHLKGSSSLPYSLLLVRMHEIPPRGTEVGLLGEVREEVAEAQKVL
VDRGYLVSDEACFVTDELTLPPPSSSCGCDHGHADHHQDTNKKRPESHDLLSSPWVETGTSSVRLWIPSPLLNRETDRIE
SLLASTSAAQGERVGRALDIGCGSGRDAVFLALRGWEVLGVDYLDHQIEKLHGFAQQHGVADRVKGACMDVEKNNGQELL
EAYPEHFDLVSVARFLHRMDTLPGEMVLELLGWVRASDVASVRLVCRQWRDHFDAHDARLWRRTYFRTWPPPLAYNPQTT
MADVQAALYAAAELAGRYSGGGQPADNKKRKRADARPPAPHSGLRAEEEPEEANTTQRKKIKTEKNEHDDEGEDSKRQKG
VKMWVRVAKVENEEEEEGEGDDDDDDLWLPPLADQAHMDAVQKAVEKAEDKLERLGLAARLRRQLATIISAKHEIRDGDA
DHTKVSVVMYSLVTGLPLRMTYSSRHLTWTSLAGDKLEGRAQRFERKDGDASIRAMLKQLVTFLFGEDRTHVFTPVDMEH
YLQSILVHEPDHGNFLFFWWQLGDTI                                                      
>Acas_g8455                                                                     
MDRKSSLRAYVRTKEDQAEVNLEAKGEEELELLSDPLALANTGILLTTNKRGDGKVVFSLRELPLHSEWRTSAGHTVARV
SRRDVLICDVTGQPHTIDVPSETLLTILYLPDAVLQTIWLHLVPSITNTCIPQDIGRCRLVCRHWARMIEKMVVYERTRG
IRFVIPSHPVQRVRSIYDSDDEDYELEAEHDNDVEETLLDGVAGRHTSIARLWVLSTSRPKPAPAKGILKRPADDGYAPG
KSKNTKKSVRFTGLGDESEAEEEEKERRARESVRRKLTEGTELSKRFLASFFGWSKHHHRKRSSIDGAELFGEEDDVDDE
DADDQESADSDDTGEESASTVINSAEEAWYRTNVFENQTRNLNRLKELEMRLEEMVRSKGRLGCKVPRNNTATTASSGAE
EEAQMGGGEGVDDESRVAIVGDDLQSSPTRVEVDGWAESPVYMSPPEALPDQAREEANAGEDEDEGGQEGKPKRRRRDSF
SGLLSSMSGASKKLLSR                                                               
>Acas_g8527                                                                     
MEALPDELVLAVLRLIEPLRDTAAVVATCRRLRSIMSDPHLWPLFHHQVFPTHFTLVNDHHRAGQEAATDLQAFVKKARW
LKEAMHSEAQARRSRFEGRDWRLLAAASVGCASLVRRYADGVAASLFLSHDRNTTLATVETMVDSPSPVNLINEALRRAC
AAGSAPTAKVRHHP                                                                  
>Acas_g8547                                                                     
MASASADEAGVVLTSLPPEVLECIFSYLSARDLSRASLVCSQFSATASENKLWRDLYCHVFDISLQQCLPSIASPPGHHG
STTTQPQQASLLPPTSVVSSSQSLDPSSAASSSSTEGGAAPPETSSSTSHSTGDGTREEVVLISHVKLCFSDATHVSVAR
ERDWRGLFAVRYEVEKKHCISFLQLEREQIKRRKLERNAARGKATPDTAAYDVTHPGVKGIKNGTMGDMEKEYWIDRTTR
KRMTGIKRTMEALKYIAWGEILREKALDALDEMDTDEALKLFMVACEEFHSGYSLLPANHSRMPNTVKDWAKALVRRMRL
MKEKEQREAQQAEGGKELEDCELSPDLYDQITQLWNRSNEIYESSLRIGASNFDPTKRAELFWAYGHSLLEQARRYISGK
RQTILDPAKEQELVHRALAAFDKAVEADIADGLEDYEVAYGVKTCVHSIFTYNTWRDRCLPAPAHDALIHELWEECHRRI



KRTLRADSDLFAQMERELGPLTEVKAQGSATDLTKEQEEEEAGDELKPPPEDPNKFYLCDFDMECHIEWASIVYTQTLRF
NRPETMDKVFKGLALAKSILQCALEELEDDDVDWMGLVKGNLGLCYLRMAKLSNEPQVQEEGYRLAEVYFRESEAQNDDS
LYNLASLYALRGRTAECEACLRSCLEANNLQARELVEDDDLSVVRNEEWFPQLVAEAKLRNEEQRKADQEEKRKKRKGID
EWASSSSEEEDDEEGEDLEDADFVVRPQPMDEEGGAS                                           
>Acas_g8575                                                                     
MQRRLVEEKESLQATAAKYQEEADQLRSQLRDMTTVGVSPFACLPEELALHAFSFLEMKEVCTARLVCSRWSVLGNDEGL
LQVLVAKRCIPPAQPRKPVIVERDWKWLYLSQSRVLKLDAEKPPGGVGSARLASGARYDGEWKEGKEHGYGIKFWPIVVD
TKPQGGEQDIAAASSLPNATAGDGGEGAGGDTSDADAGQGGSGEESGGSRSAPHPASSSPRTKEPKTSIVEYDSYEGMWK
DGWEHGVGKYTWADGSEYKGDWVEGKRSGQGIYVWPNGMWKNGNQDGWGMKRWGDSSWYEGEWSDGQKHGKGTYSWIDGR
RYKGQWKHGKKHGVGSYLWSDGTTYEGEWDLGLRHGRGVMRFIDGSVFDGVWWKDRRLKPGEDGSATEKEKLTYEKPYDH
YFCEPDDFWEQKYRADIDARAAERRLEMEETKRRRKEIKKHCAEIQKRFQHY                            
>Acas_g8580                                                                     
MEKKALLGDVELGLRLGNYTYANYHHNNDRPPPTSPARHHNKVNGFEALPDEVLLMVFGWLPTFRDRMALQATDRRWRLA
AAGHREFEAERAQRMAKGRWYHEEFRGRAKREREAKSKQRNEEWLKERERELLLGQITPEEAPPEVLARRKLRQRITLVV
VAIALGLYAVGMVVYLTQIS                                                            
>Acas_g8592                                                                     
MATTSTLRQRVGDEVCMDISSNINSYTMTRTTMAASAPLGKDELQHHRQHEGGGQGIFGLMDAKVRQLAQAVFEFNRALD
TTALRPYFGDVGKQLQLMSQDTNKRLSEVSTYYNWLRQHNTPIGATPAGYFSILPEELNMYILSFLNVRELASVERVSRY
WRRLAEDDQIWQSMHRARWGRDAHGQLIRQMSFEGSGSASDSGEEEAQCQAESRRAKRKRRGWKDIYIDGNRLEKNWKGG
KYSTKLVKRSVQAQESAYCIKFDDHRMVTGSNDRCVRLSDIKSGHVLHTLAGHTAEVRSVDFDTTKIASGSRDRAVKVWD
INTGQCLLSMDDHAGPVKCMQMTDNIIMSGSEDASIKMLDLNSGKVVNTFNGHVWGVACLQFKDNYIVSGSRDRRVFLWD
KRITPSHIASDGSKQCLRVMEGHSNTVRCVAFNEETIVSGSWDNTIKVWSTKTGKLKNTLDGHDGRVLHLDFDQNKIVSG
SVDKTVRVWWDYEAKAALPITYSLHMHQAPIFHVRFNDYGIRSAARDTELIEWDFYTPSLEDVHKTRRALLRPI      
>Acas_g8704                                                                     
MPPAAPQLGSRGSSSTRREEARANREKRAKENIDHTNNREEGAAKVECDGESSPGAASASASVRESQRIRTKQRKNAEKG
KEREKGGTDLSTSTTHVVSQSGSSSSTPPAIPHLSLSLLHGHPSSAPAPAPLSVPLSSAFPSRESSAGPSTPLCSPTSPT
SPTSSSPSSSSSSLSPPSSSSSSSSSSSSSSSSQQFAASGGSHGTTHWLRRNKEMMLVKWRTSLRTFLSEVEDEDGVEAE
QTNEDISNRVRIYKRASADYEAQHVDRWSCRLCSIINEAPRNTCQVCGRRRRSSTARMIEDDDDDDGAPRRNTLTSGCPV
AKIAEEILLHIFSYLDIRELSAAACVCRKWRTLTDDHCLWNTLIVSHASRLLGLWEAKRILEGEEEEEVEEGGEEVLYYH
INGGRFKAASLDRLLDMITSGDDLDLNEQKAFLATYPSFTTSEVLLTKIIGLYNRVARRAERHEEERSKGKSGDEEAPEA
ARRPVTLCLGSMSLKTSTRHLIQEGGVDGEGDSDDSSSGEHQLPSTPRKRGQTINTPRDKPENSVWRTAKAESDTYSKDK
AALYASGGALPTRKKPSASAIFVGESRGIKEQPRAILIPPPPPPPPPPPAVTVVHKTQRIKNIIVKPAKQLVSPLASSAV
TLGPSPTATTVTAAPQQPNEQPDIDADTFAKQARICSVLKKWVEANYEELPRGVVDLLLAFVRGRLLRQRQPAYAPMAHS
LVMSITRRARLLRGEELGHANIFPQMPPEPEVPRNICSPTLSLWDVPALEIARQLTLIEFERFKAIRASELFGQAWSSAR
NRHKAPHVVEMIIAFNDFCMWVSTTLLSYERIKDRVKCMETFASIAKHLYNLKNFNTLMALLAGIRSGPVYRLAYTRAEV
SRKADKTLEHLNLLMRGDNAYKTYRDVLSQSAPPCIPYLGVHLSDLTFIEDGNPDTIRGLINFTKRRFLFRVISEISRYQ
QNAYNLHPVPQIQSLLTNFTMKKDDELYDLSLQREPRDAERKDIL                                   
>Acas_g8754                                                                     
MEEQMGEGARSILDLPSDVLLRVLNEVDLFQQGAAILTCRKFKELLYANTLRTTLDLSIAPDLDITYCFRLTRASLAQIK
TKWSDRGIRWGCWNLEDTEAISLCCPALTHANFDYCPFTEVALANFVNSQGAKLKELSIWWTDNAERPPGCTLPPRYSKI
NFPPHVKVYSEHSPPTTFAFEYDVPFPQQIEAATEQAQAEDKRILLHVALERGLPGGDTFTRRLHNFFTTNREIARSLNE
SYVYLIVDNCVAEQHLRGLGISRALTEYPTLIILDKEANALVAKGTGDLEENCPSGCCYNAQKIFHFLRKWKPGALLPPA
STLPDLKEVTSQAPINPLYSFNPFGGITSVMPAQNNDDY                                         
>Acas_g8774                                                                     
MEKSPADLEEFVWVDNRDFFANQPPEVILNIFSKLAVKDLGQAALVCRQWWAVSLEPSLWRSLFLEDELVDWKERYRTTY
HFRKGIFMGDRKKNEITIRLDSACLVAEDPALTLTGEVTLIVASKSITTHGIYIEFEAYERRFAPDEENEKKKTLWTLHH
SVTDEVAWEARTSRKLTFMQGTHRFRFRVPFPRSTAPPSITRHIQSIQYSIAYGMRGVIAYPWPFLDHWNPIALYPLIVL
PSPHTRLALMTAAREAPFEETFSRLGPGLEFTISLPKSGFFFGEKVRMTISVRNAMPWDYEQITVRPIELMRWRGQPKWN
SVEPTKAELVARHLRQHQQHQQRQLRRLLSPRTLAAAHQPDAADHADPDQQALVDALLQSYVDAEAQADGDDGVEVVRPE
PKPAGGRRSRYAGEQVFRVAVRKNSARRFVLEFAVDEAHVHPTPWCLPHTVELEHRYALKVKLRKQGLWAASTTEKAMTG
SIVFDTPRLLLHHQHQT                                                               
>Acas_g8784                                                                     
MIEAASAGTVESLAAIVRPPLMELMGSESLKDGLCQPVTPLNPEEELRSIRTFVGTIAHGIGQLQHTLQRSQTQWHFNHI
VGQLSQLSQELTGQVEQTTSLYTLLQNHNCLDEMNRKGASYAGFFSVLPEECTLQVLSFLSERDLANVALLNRQFKRLAE
DDAIWRLLSMRRWKKARDKGKDKANKRRRHAWREYFIGRRRIDANWQEGTYALRTLTGHDNQLYCVQFDEDKIVSGSEDE
TMKVWDIASGKCLKTLKGHTSGVWCLQFWHDRLLSGSEDSTIRLWNLETGKCEHILNGHRYGVWSLQFDDSLMVSGAEDQ
AIKLWDMNTLQCTNTLLGHKSDIWCLQFDAAQQMIVSGSGYEDRTLKLWDMRTGSCVMTMAGHLGAVNSLCVFYASQSHP
HCILSGSADQTIKVWDRRMGLCEATLEGHQGEVLCMKMADSRNPRIVSGGGSTCKTIKVWKDWYSNLSSVTAKRDRISLS
LSGHDNGVWGLQYDEDKIMSGSADKTIKIWDFSCIVDEEQHHQEHVEGRGGEMTMMMGSGGGESVVVVREEEDEHERRTY
VMETDDDGDEEGGNNNGGGGGLTQRVIVQGKRRREEDDDESA                                      
>Acas_g8807                                                                     
MCGGGMGPLPLWLAIPLIGGAIVVNAAEKTVSGVAAASGAAYTAGRLASNEAGKQLDHFLHPDVLANAIAADPANPRLYL



QRAQTTFAALSIRRGAASRYLGGGGGQLVEEDALLEEEENKARKVVEQAEMEEVVRDAQQSVGLSGGRGSVASVEALYVL
GLALDRLGRWAEAAEAFAHAIDALLASKTDNEVEGNSKDDEAEEEEEPSEEEPLQRAHGGNHSPAATVGHKYGVQTFRKP
TFCDHCSKLLVGFRNQGPPPLIFPRITRHLTQRYTRIAASTIIGFAAPAPCRLPLLGLTKQGLHCSRCKASVHQKCTAAF
NESHLKCQSRGKKKVLPAAATTVPTLAELYNCKGLALYHDSQYEQAIVLFTTAAGLAQSAVVPQYTAIANRGLCHFYLDN
LDRAIDDLSQAIDHGVANEQAFSTRATAFQLTDKDDMAQADRRQALLYNPRAIVKVFPYPMPVELVSHVFSFLSLQEKAK
CALTCHLWHDLAQKDLVRPHAEMEYPFYDPDYY                                               
>Acas_g8838                                                                     
MRRSHGGSYHGDDLPYLYGGPPYTASPPRNHMYPPPPPPPLHHYPHPHPQHSHLSSSAPSTFHFARLPVAAAPPPARSFL
SSALSPTTTTTTSTTPSSSASSAPTPRLLAGFAGQLRQLQDLLHPLLPSPDDLHDEDEEPKAEAEAEAAGNRCPSEGEQE
QENENEKEDEEEEEEEEEEEEEGRAADAMIRRLLVHPDHASQQLGLREELEAASAVVAKLHARIARVTSFVRFMARHGVV
SEAAAGTYGYFAALPNELILCILSHTDPKTLLLSVSALNRTWRQMAEDSNVWGVLYGRRWSSPFPSHAAIPRSASFYDMD
VDDYNPRERKLKRRRYGWMERFKERACVDRNWLKRGSYSVCVKRAETQGEYTRLACADSRLYLAHRAYPPGHAGQQRYFL
SHHLWEDQGAFTDTTGTTIATPHRAAINDIQADSDLAITSSADGTALAWYRTWGRGPVLHQVARYEGEIVQARLASLTTL
VTASDRSVGLWDVRKGERTADIEHARRVCCIGVNSDDDSPIVSGSLDGVVRVWDRRKLDTPVAVLQAGGVPTALHLHEQG
LLVAGNHYEGHVPHSRSAAYLQRWKGDQLVFADSLRKPIWRLAADHSRVLVAQGGTVACLDIASPGVLATHESGYADVES
LLIDPTRLLVVGDGELAIHDFSGRSLEASFGYRELRGVRVT                                       
>Acas_g8876                                                                     
MEAGTPWTSLPSGHQASTVRIVRLPSSPGCATDDWRERIRDEVRRHSFALLSFVDDHHEDHEKGAEEEERKPASAKRRLD
PDVFAALTAAAAEATKNEGNAAAARGSERAKLTGRLGDTGYCLREGIKEQLQVRLGQRMPWPTAVNEEEEDGSGDGGMMK
EEMEALFEMLDCVGRRCASALVADGASARLQAMLDPSPDHLRDILHAASKERSDEDEGCSADYTSSSVMTLTHYFNTDQG
PEEPCRAHGDAGLLTLVVDPTPGLQLFDPCGAKWLDCADLAPLEQAQGVRVDAVLMIGEALHRFTQGGVGVTSHRVVNTG
QPRSSTVFKLRPRPDVVGPRTEADYALLLLQQPVVTQLKRREEEAVALWQETGFDVLVHVLGFLRDERDVGRCALVSRAW
REAADSQVLWRRIVARLSRELGLDLVARYAAKRESESEDVDKNENEKERERESEEAEVVDYKRLYVEYVRELQASAGHLK
DMHEAQDFYLNQVHLPPLGSSYTSLKIVTVGSGAVGKTSMLVTFASGSFPQEYIPTVFDEWTGNLRVDGNVVSFGLWDTA
GQSEYDRLRPLSYPQTDCFFMCFAVNDRASFAEARDKFVPEVRLHCPSAPIILVGTKADLRDTDDALSLVPVAEGVALAQ
ELGLLMYVECSSKANSNVQEVIHLGIKAPLLKAAGLLRLHHTNSGGGGGGKAKKTKKKAGKRDQCSMQ            
>Acas_g8940                                                                     
MMKPSASASNLSVPLVAKQYHYTVDCDLRHKRSSPEDPSDDVFNVSEEKEEVEERPRKRMRVLGETDSEDEGKEGLDGTS
EKDISKEEIEDNINRLTRLIEPLDKIKKDTSLFKDTLRRDHFNADFQPCVLKIENNIQELYMQLVKCRSFYSFLLDAQRP
VQAEWGYFGMLPPELLLKIFSFLDGKDLAIAQCTCTFFRKVGSDESLWKTICESLWSQDIALGQKPANKPWRWLFDCKMH
SFKRGEEKNGSGQFTLEHNNVYEGEWKKDKRHGRGTGIMADGRRYDGEWEEDMRSGFGIFRWPTTCNRNGGDSYAGYWKD
SKRHGPGVYTWVDGTKYDGQWKDGKREGTGTVIWPDGRRYDGEYKDGKMEGKGTFTWPDGSLYEGEYKAGRRHGFGTYTY
RQAGGVYKGEWKGGNRDGWGTLEKANGDTYKGNWKDNQPNGWGVMSYANGQTTQKIWHPRELSMEP              
>Acas_g9000                                                                     
MAMETLADELVLYIFRFCGARDVAALEATCLRLASLARDDLLWRHLFRGWFRHHAQQQEAAAAADSGAADPFHALGLHRM
DWPRVRSAVVVATNQDKDEEDEEPAVPRKAALVLDTEPQASFMLGGRRPFRPKHFEKVELYDDWRSCYKAHVQPPDVGEK
VRRLMEGRLVSPRTLSAILRQAAAVLEKEPNLLHLRSPITVVGDLHGQLLDLLDLFLINGEPPDVNYLFLGNWGDRGDYG
VETVTLLLALKAAYPDRVHLLRGKHETRPITQVYGLYDDCARKYHSGANVWTALMHVFDRLPLAAVVDDKVFCVSSGLSP
ELQTLAQIDDLHRCREVPYEGPMCDLVYSIPDVASCAQPPLDPDWRVSPQGAGWRFGPRATQAWLAANHLELMVTEHNYR
DEGYQILHGGKLVTVYGAANYCERSPNVAACFTIQEDGNHYITQYGPAPRVATPVKRESLLRSRFKAPPPGTTGGAPSLT
EVVNVIPFPPAPSSP                                                                 
>Acas_g9035                                                                     
MEAAGEDVRTDVVSEVACHLDELPQEILFLILTHLRDVKEVASVSRVSKRFYSLLASNAIWKLLYCAKWEANPLLPNFLE
VIGRPAEEVLKEDADDDTDGPSIKDAFKHKYFLEQRWFKGEWTRQSFLAHPGSSVNGLKFVASPSSSAPATLVTCSDDHT
VRVWQPVAVAAPPEPAGDDSDSSFFFSNSPGSLFSSFRNSKIRNLGLSLTAKPQLECTDTLKGHQSVVWCVDYDGNVIVS
GSHDESVIVWRDGAIAHNFAKVLDGGINGIILHENSVLARSRMGKEVVLTDIEACKHTVRYDSNSYGVFSFDASWEDNVL
ISCGGKALYCWDMRTSEPQFSYKIPTQMGRFEVLKLKTGTHLLATGDSDGDCAFWDLRVVSSAAMTPLAFAPASSSTSST
TSPSPSSSTSSSSPSPPSMGSPRLSSSPPLASLATYPSSSSSSSALFSSSSSPPAATSYLATSAASPGGGGLSSLAGATT
VGSNKNPGHITSFIHGLSPVCGLYFDNSKLVSASKSGIIKVWDIGCSKDKSSQLARCKIDLGSKVWCFQADDRSLVCGDR
GGFIHLVDFGADTRPRFGGMTADSKCSLQ                                                   
>Acas_g9129                                                                     
MEAEKKTSETTTTTTTTVGDDSSVTAKKWDLLAVKRLLTSVESSLDDHRQALQTNASIYTVTLLSLLESIELSSGTKTRA
LTACFEDARMRPLGTHLLGHAQTTLPEVLKATKLLDSRREIKALEKRIERLKRQGTASSTILGQLQAKINDCSREVSTGS
LSGAVIKKLKGWVRRRTAEELQFYALSFPKQPWVELADLLHLRPDDFPIPWFLDYVFGTDPPEDSIVTAGLKLNEDNIAE
LVAKCDIPYRYIRKKVSPRLLPEPVRVSIAQYTDLDTLIWYYEEICSPKVNQIIDRKLAKGEEPNFGYGKLMERLLFFQK
NGVGFYQKLIPIAEKRLSQYNIPLEPPVSVAGDASASMQVAIETATIIASLMTALIKADLVFFNHKPLRPPIVPKTIDDV
LSVATFVKANGATSPASALYPLYAKKEKNKFLIFVTDEEENSPYKGMFFADLLKKYLDEVNPEAKVLFMSFIEQNDPGMM
VTELKSKLKLDCLQLKLSKKRPDLTKLDSFLGVLSAEGSFFESEITAYSRVFDFCGLKKCLSCIGDKKAAGRFFMVSLWA
SVLVDMIRREFDRQESREDEMLEALRNVRTLAEKSGVGELIAEVDDYLAQLAQEDYNDKRAKKEVMLAEVPKWEAKYRDP
INNAFKPKAAVNEGVGTMSGSAEDDRHTALNPEVPIYMLSDEILISVFSNLDMMDLRNAGQVSQLFRRVSHDKTLWPILT
GERGAGGKKKLDIAFCVDNTGSMGTYIKSAQDNILKIAEKISKLGGDNGGCDFRFALVAYRDHPPQDNSYVTKVYDFTDD
FPKMKKNVDTMAASGGGDGPEEVACAFHDVLHLPWRDDATKICIFITDAPPHGLESSDGFPNGCPKGRDPIVLARQMIQK



DS                                                                              
>Acas_g9139                                                                     
MQSSRRRRWPDVQFFFPPAVDGGAPRDEEQPADATTRRSDCKDEEEDERFDILSALPEEVALRVLGGGELATRLAENSCS
DGGGPTWSAWELRQVVSRVCRNWRRLALDAGLLASTLHQYHRGRTGPIVSLGGEVIHVQIGNCGNMVGKEYWRALVHEHS
LDPSSFAISGSSPFTEQITGLPVSFDESATGRFTARSILVDTDPASLDLIRASPLAKLFRPDCGHGSCALDWEEAHFFSG
KAVSEAATEAIQREMERCDRVQAFVFFHSLGGGCGSGLTTSVITELAQERLFQPPIINFAFVPSSCTVDPITNLKLTTRE
ACNTMLGFNTLIEYSGATFLIDNGALKRSVSYLPILSTTAAHSAMNLTAAAAISGVTCPQRFPMLGAECLGSWRKLIHVS
VPFPRAHFFSLAHAPFSSDGRTHCSTAELMREVFTESACLTGLPRDAAPLARSDWGKTISFFNFVCVRGRRASWRDAARE
LEAIKQHRRSLPPEADGCDFTDEVLDEEDNDNEAEERENEDEGGARTTVNVKGGAQTKKEEEQVEVDEEDDDTLTTFIPR
EAEWLPDSHIRYAYCPVAYPPPSSSSSSSSLSSPSSLSSSALGDGASATLVSSNTRTYSRYLARFFDRFGQLPDASALCT
EDRQLLHEAESNLHDLQSEFRHT                                                         
>Acas_g9151                                                                     
MMKPQQHMAIRRLSLPSSSLLPTSSSSAASSSPLTPLSPVIHRARRDQHMLAIDGWLLHVAKQADGSLLLNFQHESCGAA
AASSSRDRPNEVLLRCSGVSRRCGRYPDEAHEITAEDGAASETQCAPPTTISLENVEAADVAQSVVSTLLTSLTNDTSKT
SKTKRYSSSTTAFELEPFAANNDEAELRRGRKRGADDDDSIEMTIEEAAEEESSESTESDNDEQEEEEEEDEDCTRCYQN
ALKRRRRWRADDVKSALGSPCSPSPIDPTFSGMPAEIQLHILQLVPMLDLLRTVPLVSRQWNDLVRDDGLWRLLKTQYFG
SATRPSCPRGFLSQTLHDKMNAASSASSLSLPSFRDQCISFLRELKVLQQKHHRRLYEEERSYRQHQLIWGCSGGHASFV
HDLFRYHDSLIDVDMLSASGNHAERTPLMVAVAAGNDGVASFLLLEKNADVNRATSDGSTPLMIAASKGHKNAVQFLLDQ
RAEVNRITKNGCSALMLAALAGHEEIAALLLERGADPCGKTVDGSTALMIAVSKGNKQIVYSLLQHTPANQRSHVVNETR
KDGWTALMIASTKGEEELVRVLVKHGAEVNKRKTGDGCTALMFAAAKGHDEIVRFLLSHHADVNTRNRDGWSALMIAADW
GHKGCVEVFIENKDLFTANGHPFGRVNLRMALIVAFMKKYYDIFSLLLQVGPP                           
>Acas_g9183                                                                     
MEGGEEGGEEVRMLSDDALLIIFGLLSPRDLLRTTAVCSRWRAVAQADILWRPLVWRTFGRRPEADLRLQASAAPYDDHA
VATSTSTPTSWLALYRGLVAQALPVQAVLNGKTILVLGDVGVGKTAYAERCLAGPQESTTKKKKGRFDMVALRGTGKHHL
TLPTNYGPVNITLWDQPATSREISGGVRDELLAGGQAAIIMFDIASLQSYRHVGLCHRAMMRVRQDAPMVLVGSKLDGHH
HRRLQRKYVMFHRRMGMDYHEICAPANHNWAKPLESLFHKFTGKDVRIRMEEVTLQEPQIGLGPEFFAAIEQDTAAAASR
VPPAISAAFQAFLYAEGRA                                                             
>Acas_g9299                                                                     
MSLSLIDLLPAELVLAVLSHIDPLSKDPAAVRATCRSWRRFLRDERLWRQFHARVYPTRLPGDEATNEAHDALVMRGARS
WRQSFADKTGRLKNALAHHQHRAKSKSDHEGLEWRLVAAANEGCLPLVRRFADALLELLASRGLEPAEGLASLEADNQRP
NQRARGNVLHMALCGACVAHSAPTVKLLLELGAKVKPEKKYVRGDPKAPTGNHQYHAPLKCAAASHYVPLATLLLDHGAD
LEPTALAAAARVGDTAMIEMLLQRGVDHSDGSALWLAAHAGHMDAFRLLIDRGCDPRIGHALGNAVIARDVDAARLLTDH
GAVPTSEHVAMALGHAGWASTVELLRVLASGIETNESYSLLTSAAVAAGDEDVCRFLIEHGVDINTHNDELPGRKIINTP
LHHAARTNNVDHARCLLACGASTDVKHKETGVTAVSLARQYGHTEVARLIAKHRGSGAAKDKKKKEDEDEDEDESEAATK
TSKSSGKRKNRSSSQSDMNEEEDDDDDDAKKQKKKAKTTKKTNKEKKEKEVSGERQEELALEADVRRLARLDKTDVFALR
QLLRTAGMKPSEIPRRKVEMLRAAVARLTGDDADALLAKCCLPPNARKPISSAPRD                        
>Acas_g9301                                                                     
MHQMEGEWPDDIICEILEHLDFQSLFSCGQVCHQWKTLTENEFFQRGKKDEKRSNFPSAIRHYSATLHLNPKYSRAYNRR
GNAKYIQGDRVNAEKDWRLAATFASPEFDETMTVAEAKIIKSKILVVEANYEKALEEAAAAIEADPTNADAYHQRGFVKS
FTGDISGEIEDFSKCIELKLRLNPFDAYNAYNNRGLAYQDREEWDEAIRDHTEAIRLQPSYGIAYKHRGKAYRCSGELSL
SLNDLTKALGDVDALVERSYTYYELGQPANAMVDCEAAIAIDPLCHDAFTVKAGLMADVGDSEGAIEILTGLLDQAPDAF
TFRFRAELRILRQDFEGAKSDYRRCLELDPTDEDVRTRLEHLEEHLAPPGNGGGGTA                       
>Acas_g9309                                                                     
MAAVPATQLLSPRCGGTVDFITALPPELSLHVLLFVPLSEVGCTLSLVSRAWKRFADDDALWRAAVAASALTGGGGEEDD
DDDGARGFKAVLKEALLSNPLRDTYEPQLTHGCYLKNPHELKVTVVGDCGVGKSALTIMLVQQFFVEEYDPTIGNKCDVD
ETATISDWRRTNQVREVTAQEGAALARKMSSDLGMPVPFLEASAKLNRNVTTAFGGLAYLELQRTGWLNTGGSQQSSI  
>Acas_g9365                                                                     
MALARFIEDRGYQACPMLFMPFDVLAHVMAQLDPYDLCLVAQTCTTLNEVSSANCVWQRFGDSRWASSSSSVAKGGGGGA
QWSWKGRYMTWLRPRLQTYAQAQRAAHQHKATPNVAQYDYLFKFVITGDSAVGKTSLLYRLTDNVFSTGWLTSIGVDFRI
KTIDLQGLRIKLQVWDSPAYPRTSNMARMYYRCASVMVVYDITSRESFHNVRKWVATFMENCTSDDGQSPVFLIVGTQND
LVARRCVSPEEGQALAQELGAVGWHEVSSLNGSGVVEAFTHLAEVTLTRRQPFACHHGCHVPSEVLLQRLYAQSSTWRKA
AAAAQAAAEAQTSATVRCLLQ                                                           
>Acas_g9431                                                                     
MDLRVFRTRTYDRKVFTSEDEDDDFDDDDMFKEDEDDDNNDEGEAGEDADDKGSEDEGSSAEEEDDDDEDSADLPCLSLS
SVSLITRVRREEGSFFSLLPAEIRLAILSFLGPSQLAKVRLVSHQWRELAEDDRLWRRQHQERLGGPLVLKYSKNPIRKQ
VERNKKKEMLLLRQEQRQRKKEWAEKRKMWARREKARHKDKDREQEKELRKEKSKEEDREERELMVKGFIVSVIDHEKKR
RASAEQIVPPSTSSDTEAEAEDAANAMHNTEVAIKYAIREGVLNEDEIVIEHTVKRVKDMAREIKDEIKTLDEDLQVLGI
QEKQGAASGARWVEGYWAFGRYIKKIAHAAQLKETKKHDAMKKHVDSKPPIMVTRTAASPPVALPPMPYGPYSPPTPTTV
SPRVVAGENMRMRQFKALEEKEKKKDSKKEKKEKKEKKEKEKKEKRARSLSDTRKAQEKKSSDKIVDVYGKLKRQRSRTT
DDIEPAAQEARELHRAAAQQDDLRKRSALGRVSASPAQGVHRQRSHTIDYEDHLERQKKAEEAEKKERKAQAKLEKEKEK
AKRKETDFWAFWGSISRSVQAWIMMTAASFGHRKFLERLYMKLKDECVSPNPTHPQHLKTVGKLMVPIFHQLLHAACQQG
QPETAEFLLHVRLDFQTDRRIAHSPAFKHMEHQMQVARWDAFRTASKWGHTKLIEILLSHGYQPDERAVRGAIVGGQLEI



LKLLISYGADIKPLHMKRAIYYRNRDIVAHLLDLFPHLPQAEPYLLKIAVSTRANFRQTERLRNRTIPKFVDFGIIDLLL
AHGADINDNSDVHYAPSPLHIAAQQGNPSLCEYLLEKGADMHGIFSCPPYAVSNPLLHKTRGLVLTLTPFEVAVYNGRER
AVEYFLAKAASSTHPLTEISKLFCKPEPRKQPKGANMFRVDLAYLREAMDGAAAEAAKVVSPRDKPKLTTILHQPEELDQ
VPNIRNIFKIFRAYRVNFKEIESHVAAYLPALSPLHHAAKNDNLAGILSMLLEMGLNREKRDKKGRTPLLKAARFCSVEN
IQVLVKHQALVDAIDCEGNSAFHHLVIALPSMPTFLAASAPMGTGQPPRSPTKIRAALGHSLPLGSSPPAAPSSSSSSSS
SSSSSPSGGSATASQDPNPVKVMNAIQFLLENGADINMINNLDETCLDLLARKSKKYCPGKNEVVLFLKAHGAKSGKELV
HSVKSKSKLRGLLGL                                                                 
>Acas_g9463                                                                     
MNAHLQATSYVVATALGDDFHVGAPASELLVDVGGWKVGLTVNPRTGQLLVQARPPSICPHHRQPPNAPAHTQPPRNPAA
APSSAAATQNPSSSSSSSSSSPATVHPEGGEVRCKLFRCCAVKSVPTPMPPPPASGSGGERSGRRVSATVVNNPVFNNPK
LRKIIGPSSPARSRRSRSRSRGRRKNTPNRGDTIHPSSSHSPPPSPPPSSSLSSSPSSSSASLALTRVSGELASIAATPL
SFNMLPEEVQLHVFSFLSPVDVLSIVPATCRHWRDLTQDETLWKVLQEEHFGGPRRSDRSWHQECILGLTRIKRQTQRYQ
TEMLLWGAKHGHTQFVRRMLREFNIDVNVRSHKSEASPLHLAAAQGHYDTIELLLSCGADVNARTSYGRTPLERAARYGH
AAVVQLLLFRGASVNSTTEGGETPLLMAAGNNHKKVVKILLHHDADVTAASAGFTALRIATLQGYTEIVQLLHRHAQQTA
GGGGTSSSALSLAASSSLMPA                                                           
>Acas_g9497                                                                     
METQQSRHPHKSAASSPAQSREGSIVLEPFPSTPPGSSLSATPTTSFHAQSLLATLPATVLARIFSSLSSADLLRCALVS
KEWLVLASMEAWWEELALNELETPGLVSVMLHERAELPHLTHGSWRELYWKYRRKEALTLHPRVVAVYDYRARTENEIDV
KRGEVLRLLAKDHETCWWLVQRTSDKAEPPQPPAAQQEREEREEEGKEKEKELKEEEEGVAKTKETTEGEEEEEGQGQLE
TAAGEPGLDEEQDDNSEAQPSADDERVADVTTDEQQQEQQVEEEKRGDDGGGGGAVVEPEGRKPAATIGWVPSGYLDYCP
RKASAARARRSEAAAADAQDARQLQERNKKVPFMVRAKFDYVGANAQELSFKKYDLMAIELHPREKYPIPFDASEDDDGD
GNGEQAAMAAAERADATRGQWWKASLTRRSTTGGTTTVSGWIPVNLVTEEVTHVIALFDYVPVDEEELPLKKGQRVAVLA
TDENRKGWIYAQGNGRRGWLPENYVVDDDDA                                                 
>Acas_g9758                                                                     
MLGETVPDEVALTVLSHLDDPLDLLQVAETCRPARRLARDRQLWEVVLRRSSHERAVRWCSLVLDGIPPHLARGASGGTE
EVGIVEWGRFFARHKRALVACLRPHYPSDRMATALAEVLMSREFMTDWLVRRLPRKDHNEHLNALAKLPAQFVFDLLIFP
LLEAQLECFVSGQTLTPARVTDNADLSPNQERLERACDALLDALQSLQFPQYTYRTRTQMVGLLRDAVRPEGESTIPAID
ACFEADDAGVLEKRMRSYALECFSNGLPAHPRWLLQRMYYLFASVQFTVQLVSSSRTAGDREFEHVELYAMKSTRALGMT
RLSQKLPTGDGRADEWQGKVYHKRCLAAMEGPLVSTAGSKGAGEEITMGFAFRFGLFRKSPHREKHSRYRRADPPVWVGV
AEVATQAIMSGLPDGNIELDVPFTATTLRQFRRPDDEADTIAPKPTPPNTCDATKSFTKTVKRGGKEKSEKRGWLRGLVQ
KLHRSGDGKEQEQQQEENEGEKENNKKKEKENMMEEQMRVVVSFVLLKE                               
>Acas_g9785                                                                     
MTWQREWRLLAAAGLVSIFLLYYLYLDSVPLPSQTSRDYRVVPDQPATSSATDGAKVGRRVWDPDQRVAWLVPFLSAPAM
PFYAGLCLRTFAASSPFVHVFIFYENATMILPEVQADNIHYVSLKEGEVVDRLIKVLQEIGGYKPLLRAAFHDLIETWNF
SHWAWGDIDVLAGDIVGLVSARDLREFDALSFNTGPLYLQGQITILANRPEINSAWRHVASARSLAGEHPLFAWEETQFS
TWALYSSSLRIKLMPLQYAGQQGRQWKAGDGHALIWDNGRLLLHSASIETKPVPSGRIDEPLVPRGTWDAPQKPGSWVVE
KLGSLAKTAWYGSRQEARGYDLRTREFIMFHFNYEHEDKVEHALEKKSSEEMRALLKASRLVSAGLSDSILPSECWVHIF
SFLRGSELARVAEVCKEWHLLSALPSLWRDLCVRSLYPFLSPDPAVYRSLHPPGPVSTTATTSSNSTTATATATTTSSSS
SSSSSSSSSSPPSAAETEQRHHVEVFQELLGQLSLKERRSILPEEAWDYDGSVESLRRLLTSTPPFNEFTMAADRAEHTP
WKTLYIQRTTGAGKRAVDQLYRWLFHVLHYHIELRGRSDEDESGTAVATATGATVGTDLGGQDGNNDDDDNDHDGAAGHD
LRLGDQEEEPETTDAPQLSMVGEEEHQAGSESSNETSPGGGEAVQGAEEEEGGGGEEVQEGGEEDEVDMQTWRATDLLGH
VPPETSLLDMITVKLPRNDLTAYPRALMHCRVVSLSLSINRLTSFPLFELPMTATSLRMCHNLLTRTSFPAVELGVVGRF
LEQVDPLDDELQRETHNEALASGERIRICWTRFISRTTKSRTAFLPRCSLYLWMNENSLTALPPPVLLFTNLIELDLKHN
RLTSLPPAISRLQNLVWLNLDENKLESLPDELGQLTNLTSLFLSYNRLTSLPDTMSRLTALTGVGLNANQLRSLPDTWFA
NARNLRELYFWRNPMLGSLAPNVDAGMAGLTALSKLNVHSCGLGTLPHSLTLLTDLTYLELGGNKLAEVDPNLFVQLTNL
NSLWLYTNSLKVLPPEIEHLQSLTELHMSVNQLRELPKELGKLTNLTHLDLSRNSLQSLPEELGELTNLRQILLHRNRLK
QFPLFVTKLVSLERLDLDTNAITHLPESLSQLTNLALFVGMNGLTALPDEIGRLTQLESLNLIENRLTALPPALGQLTAL
KYVYACYNRLTSVPDELGGLTNLQSLDLSHNELRAVFDVRRLARLEVFSVYKNCLSRVPPGLGQLTSLKRLWLGINAFHT
EPPPPMSELSTVAAATTTESIDEVAELRSLRVLNMRGNDIHSVPEALSRLTNLDVLSLWRNKLTGPRAIPSSVWQSLTGL
RHLHLGENNLQEIPRSIALLTGLIQLGFDNNNITELPEEIGALTNLRALHLEKNGISSLPASLSRLTRLGHLNISANRFE
GALPPIVLAITSLTTLDIACNRFTRLCDDDQAFGRLTKLRVLNAGNNRLEALPDELWRLPRVRCVQIKGNAPLLAWIQAR
EQHQTIDRTDGQTPATADEQSKGQADENAAVADEDNELRAVTDTARVEEASLTTEEEESAEVEVMQGWMRKKKMWKKDWW
AIAKKNLCKSVQLPQA                                                                
>Acas_g9916                                                                     
MDMPFLNDVWGEEDMFAIEGGITSGLSSPVLSSPSSPARHLAMAKGGSSPYPPSSSAFASACIAASAMDDPFSSTSPVSA
SPPASPSLIKRSLFVGSNSDSLGAVGGNGLHVTTRTHDASSVHAPKSDGMLDGPIVVETDYMEEEGAEGTCAAGAQQFHG
DKERQKRENAREAEGAVLKNGVPMESAAKDDGRRSNKPEGEECMEDLRQAMKGEALSESKGAESMEVDDINRELVASTAA
ASSTATNDDGHDHQHHSPNVAVPMPESHLAFPDVPSTTVAEVTTQAEKVPETKEAPSATKVETAAPSLAPLVATVLLPVA
LPLAPQLLATTTTMPTTALAPLPTVPPEMKVPVAVTTPTASRGKPSAAAGKKTPTTPKAPVSKTVTLRVNTDREDFKRFA
SMTRDKLRQELKVRGLSVSGTKTDLYQRIVEAILAQEQKDSGVVGVVSNVKMGKVVKGKGAGGVRAKKEPAGRQQSRADL
DEDDEEEEEQSRKKSSTSFAFPSVSTPGASLSGPFTPFSPFAPMSSSGFAVPLPSAAAKPQTPRKEKAAATDNALLSLDF
DDEDALDIPLEESLMEELRKQEEREQRMGMTATTANKQDDEYRFRNGDGRDDDEDTDTLDDMSSDEDDDEGLLEDEEQIS



LAGDGVSGGRAAVVRRSHRSHHAPKDEMGETAMRRKENEEGLQEASKLTDIVLINDKIPKHLRTDDRYYYCKHCDRAWPK
TSFRNAQQFGAHCSNCARRQIRRTPSLPRAVGSPVAVDGSRRLSVGRLNLRRSDDASPSLKSSRDLTNSGTRKLAKTSIQ
PMTLGRMKAENRGVFLWFDALPTDLIVRILSFLESSPRDLGAISASCHFFSIIAANDTLWRRMFEARWGTDLASHYSGTW
RERFASRVFFLKAKTALPPVIPSPSALTSVAEGEASRLKEAWNGLLADPKLKARTVETVLAVHHATLLSSAELVSMSAKP
MYLVQWAPADDNDSSAPEDRQRWVSEETMTVAPVVSLVGCSSALPGRKRRVSDYALSHDGGSSSSKRMRRQDGSDDDSSD
SDDEVDSMISFDDLGGVSARKRKRRTLEDESDEDDDQSEDESSLLGEDSLDGISSAVTAADSQQLMRRKFEEGPNAKEAR
LKRKQLLRDKEERARKRRRKGRRQEAMNGGGDDGMNGANNDDVPLTKEDKERQQREFLRVLYNNRDYKPVILFFDRNA  
>Acas_g10006                                                                    
MYGDGGRNYYGGGGGSYNHGENGGGGRGRGGGRGGGGGGGGAEGQWQRNVVCKYYLQNRCSRGDSCWFIHGGAPSSTADE
ILPSMSALSLGGPSHHYPSAATSSWRSAPREPEVITGPNIVNTLPDKVLALIFEQLGDNYIQLARLALVCRKWRSISEDD
EQCEAWKHAAQNYYLCQNGSMRKALGTWKAFFGLMVNFEDNMMGDAFDNYQNDQDWGELLDDYESEAGWYGEGASSGHYQ
PDMGSSGEYYYGPPH                                                                 
>Acas_g10216                                                                    
MESGLCTLPDETLLAVLQWLGPWDLNRCGLTCRRLQLVASDPSLWRPLCEARLPVAQTQGKDAAEAWYTTKDLDWWDKAR
TQTWQQAYAEMVRSFFGPLEERVQTLKHTERYMMAVNGKWLMYGGQAKRAAVIGQGRLFLFPRLLDPAHAYFQCNQVDHN
DDYFYCVMRFRSRPEKAPPADFPRTCLHIRSWHDGSVIQEIPGVDLVSVTSSCVAVWRQSSSMLEVLDASGGTTLWSARQ
AHARCVTLVADKTETHPDGLLLYEGDRLQLFELLLWKASLGTSPEPHRATIRADSGGKSARIDMAQAIEVDVAGRPADAP
RFLLFMLARDSYFVCWHLPAEPVRSFKQYAKWSVDLRRDPKFWCDGQRLVTSMDGVGHKRRLTVAPTLVVHRLRDLLACA
EIPAKPNECDTSRNVTSLALLPHAGAMDFAVVDAPLHETLLANNSIAQFPLAGQPLVAIYNLGSSRPATPLDTSRWPQLT
GIAGRAIEFSDSGTLSPFVRDTPYSLSYSTFDRAQKTGVDYALMRNSAGAVVWPTVKAVESAISEVSEKLTDSMTINVAN
GQQRGSWPMCMLHYLAVRSNASTSDCLGINSLLYFTAWTQLTPMAVTKSRELGYAPLSLSFKALMSAGADFFDTGRLFLG
GGEVSWPMPITTYILFHQRSMIDCTKAKGMASVQHFLQSDPKALTYTQYAAILSRLPAVRGMYYGLQEAMACNGQPTSPI
HGCIKNGTLCFDHGLCLIADASAPNASCHCSLGWSGVHCEIETAAQGDTGATAAAGSSELFIATLVTLVPAAALALLAIG
VGAVFVRMRRRRLNEQHDAVAWQVEVSELEMGELLGAGGFGEVYKAVWKGTEVAVKFVAARSEPGSAHSRELERSFREEL
LHNERVLDIPFVVRFKIAYQAAKGMHFLHSSGIVHRDLKSLNLLLDNKGNIKDADLMLADVYAFGVILWELLTRDYPYAG
LCPAAVAVAVVRDGARPTLPASARPREFVDLLRACWHQDSTARPSFFEAMTKLTGLIERFGGGGTGGGDGRAVNVNSSSV
SLARSTDSRESDSELRAPGYGYGSMELQEIWNRPVVGVTPPEGDSVTVVYTDIARADALWEFDPLAIGEGSFCVAFESTL
DALEWCMAVQHALVHSVAWPVALLQHPASAEEWGDTDDRSLFKGLRVRMGVHVGPVSVVHQAAMHKAHYEGAVITTAARI
TELAQDCQILLSEAAYAAVATTPLAHEPRRIAKLEGKFSLPIGPGRSEVRLYELRSRGLEARRIGGGAGQLSDYTSSSLR
SRIDWRERRTKQKGGASARAGRHDYDGSSEWKWEDENGESESEDESEDESEDEKVLAVMEDLHFLGSGNLCRWIIDYDEL
RIGPQVGKGSYGVVNLATWRGADVAVKRFLNQSLEEGRMLEFRAEVALLSTLRHPNTAAFIGACVKPPHLCIVTEYVPGG
SLRQLLENTAIKLPWAARLDLLRSAARGVAHLHAQQPPIVHRDLKPSNMLVEQLTTTTTTMTSAAPLTTWNVKVADFGLA
RLKQDNATMTSCGTPCWTAPEVIRGRRYDEKADVYSFGIIMWQVASRRRPYDGRNFMGVLTDVLAGARPSPLPMATAAAA
TATGGGGGSSGSGSGVCGGCPAELVALMQRCWAAEPDERPSMAHVVECLESLGTANTSGGVATV                
>Acas_g10340                                                                    
MLRGLPEELVLNVLGYLTPSELAVCELVHSEWRRIALTDSLWRHLFRLAYPVAALRYGQQSAEEGPKRPRVVHKELYRER
AEREQREAEELQRRKTTLEEPTSGHRDEASLYDTLYAAEPRPSVKAQVLLNQYNTDAHEGRFEDALENSKLAIHYFERLI
ADADSEGEDWDWRMYLEWYLGLIEAQSSKGFALRQLGYLSLAVEYYRKAIRTHDEFEATHFVTAPASVVSRAKMHLVTCT
KNCGVAYMMLDKPELALPMIDRAVELQQSLWDANAFARFRLETQYLHLLACYTNRFRTLVALGDWPRAAADFAHLHGVVE
SNRREQKERTEQQDKACEEVATNVWGGLCSQVALLADEQPDHYARLLGAIDQLFPHASAAARDIANDS            
>Acas_g10350                                                                    
MESNTGQPLLYYQLLGLKDCEHPAVGLVVEEQQLRAARETLAVTMRQTAKAKADLLEKYRAKQQEAAEVEAKLLRMLHVS
VDAEPSLDGAFDDVFDDGDDAHDDHQQHQADNAIDSSAGRVLVDKRAEKRLRDKLARHNKNLADLRRKLVEEDKRERARR
RKVRAKRGDALAQEELYMEDWETILTHTGADDAEHYLASVHERRLEHEFLLQAVSVRMAELAHREEQVVEKLTHALKLQY
RKIALRYHPDRSDSESSTEMFQLLSKAYAVVGDTQKRRVYNDMGNHTLYLCVHEQDKDELRMADIRDAKKAKKNGQHDVL
RITSGAPAKMRCPTVKFIRSRIHVSWTPLDSSADYRYSVGMETDGLDAEPTTVYEGTDNHCVVGMELAEGDYQFRVRAAN
SLGAGEWSEPAFASILEGGGMVNPFGRAEKMQWQQAKQEAIREDKRKRRRRKEQKRKDRRLQEEQRSEAEKLLLQAKQTS
QQIMQMINREKLRDLERLIDRLLSEEHDDRVQRLQMVVNWTNARGETPLVVAAMKGVTAAVKLLLDKLGRYVNLDDTDNH
HGRTALIWAAVNGDADTLHALTTLNKREGGTRMNVNWQDYEGHTALHWAAELGLSDAVSWLLRQPDVDVDIEAYDNAHTP
LHAAASHGHLLIVQMLYQKADKSKNVRYGGQADDGAVLSPAFLALMNEHYDVAMWLVRAEDKRLGKESDPQAVRQLKESL
LHLAAMLDSVDVLRLLIEGAHGADVDTRDSEGNTALHLAYQVGNDDAVAYLRDRAGCDAEAVNHRGLTPAQLTPGHGHDE
SEGDEEDEQSESEDNEAGEESEDECESESKDLEQGLPEEAQENAEQAVQEECYLENLPQEIILRVLGFTYGRDACAMRQT
SSFFQTLAEDNVLWRTIFLRTFPFCFEAARSQTNWRSAFANQIAMKRRCAICSRVDQLRVCSGCRLVHYCGPEHQNLHWR
VSHRGSCEGPFRLLSGVKRLVAEERSKERVQKALSIFGLVELSLKNDAPTANQEE                         
>Acas_g10407                                                                    
METLKMDAGDLDRLRLCFADIKECIQLLGAERGGDEAKRKLWATQVSTKLTELKLPLSGWQQNVALAKLRAEQCSFEESD
RGQALAELEAVKDEGDELIVRLLALLARGPPLLRPEVIGSLEQALCPPLARALDGDRASLAGLIKREGAGVFTIDVFSEP
WMQQLITEADELALFANLLKGRGLVQGSSSFYSQSRFSSPYSVNKPGLEGVIFNNFPHTKALMHSLVKRVIEPVGVAYLE
REDKKPKKHRWIEPQYAHVVSYSMMMYNQPRGHFPHVDDSELTINICLGKQFEGGHLTVVDDEGNEVTLPQVPGRAIVHN
GRALHSSKDITSGERYNLIVWCRFHESPFDTFPFEELPPELQQAVVDLLPPEDLCRLRLASQDMYGLVEGSNRWQWEAAQ
SQFVRDSPDDKRSWRQVFMDTCAKHRANRLKGMSPLAPLVATRFRGPPTETAPRPPLFHALRRRPPLPDEDGDAGADRSG
ACRDRSTPSPCRGRPRLALDPRPARCRFPGRNPRPCLCNRHP                                      



>Acas_g10414                                                                    
MTTIINLNYSWSDLEYTPPVGTAARPLSSSPFSYPRPNKRDNRRKGGKGIFVLADELFLYTFSFLDPIELITTSLVCQEF
KRLINDDSLWRSLYHTYWKRDYAHRRSWREAVKQGMLSEENWTTGNNQKLVLKGAHTGPITCIQLNGDTVVSGGADAALQ
VWNRQDGSKRVQLRGHTAEVQTLELRGNRAVSGSADSTIRIWSVYSKDCLKVSGSLDTTIRVWDLSRGSEEEIGTFKGHT
QGVKCIQCDGRRVVSGSNDHTIRVFDLEEGRCLYAFLFSDWVNCLAFDESTLAGGSSDSTLSLFSYYLHPRY        
>Acas_g10433                                                                    
MAEIKKKIIVEDWTFVVRVKVNPGGKRDVNIEISVRVAAKPTIDSFGPTPEQRPKRKYDSCWEQEGETQSDGDEELEFLY
SRQKVAKTAASAQQHVDEKSSISELPTEILMQILHFLPPLDIIQSVQAVSHAWQSISCDESFWHLVYGRHVGNPDFRLFL
NVNTQDKESECTALMVAAMKGHGDIVAMLCAQSAALDLTDRHGITALMYAAREGHLAPLQTLLAAGADCNAKTNNGSTCL
MIAAKEGYHQIVSCLLRHGASDECNQNGSTALTFAAEKARSEAVEVLLQHNANVNAKTNKRGITPLIFSVKARDLVTARM
LLEHGANVNAQTSRTKYTALIAADMIKLLLEFNADPCLTCHMGRNAFDYAEEEGIDYLRIPSTTPVQAI           
>Acas_g10435                                                                    
MASPMRHYAVMPMGNPPNNPEERDGSVADVDQIPFRAAEFQDLGSTGGLPQPYAHLATSAALPLPPSPFRRHFQALRVAS
PAQRSLPKDTIHHPTPPTRDDGDDNDQPTATSSASFVQSPSLSFPASPRAQHSLTCSQVLAATLASALPRVALFRFNDPR
ADGLLALNDELLPTGQVAVGMPGAAGGDIIIDDEVWPWAPGEYLEEVFESEGIEVGVVDHRGRRVRRTKLPLVLREGWRL
LVVSPLTGAALVYTLMRDSPYGIGRDPAEFFGEEIVVRIFSFLEVRTLCAVALVSQSWKRISEDNSLWREKCLNAKPFLR
DQLVRVSEEKKASWRTLYRCIAYPHRWSRDRKPSGVKVTNEGRTAKVKGPTATNVSVQTSRPIKLEIKFVGFDKESFNYG
YTSNGKMRATTQYEDFTTYGQGDRVGFWLEYFYPGLDLTVHVFLNDVLVHSWDHVSEKHKPPLYFTATLYHDGTQVSLVT
>Acas_g10478                                                                    
MQSPLVKIRRVCDTLDCHASTSCAHGDVFSYIATDVLCEILSYLAARDVLRLSLTCRALRYAAVIRPLGCFSCSIEQIKD
LVATCRGQRQTTTTNALAAHFACASSLAAAFNPYVPGGDNAHNLFAADSLCLLTDTLPLSSRALSKFCAAAAHPLPPPLQ
PPVATTGTIIIASGMQSHHKTRSLLACSQEHIAALEGERPRFNIDLLVDVNPSAASEKVLASRRAWVYQSEARDLKKMLT
KNRPRDNLLIDGSAKNRNFHFDGPTLAGLGALDAGLSSLCLFVSASSRVHWYEQGLKLAHIIRQDPRAATLKIAMCQCDA
SSAMNRNVDLDGPPQMDSYAQRYQISGPPAAIQYLKTYHFYPKGNTWRSTGLYDDPLADPLANQDGVVHMSDPNHIAFSA
FVPAESVEEDAAQMARHLPANTTLTVLGFDADNYDDPGQSLTLEGSTGILLARDNQFPAPIIAKTYFPQLFEELSLQVRE
RNAIKHANEMAGNLARDGLIPRIDSISDDGFDWFVEPAPSIKSKAQQIKAYTRIARLREYDPDSYRVLGERAKLALDTAL
AAAALAPRQPRYYVS                                                                 
>Acas_g10515                                                                    
MESGNGEDYLEFSDFSLFYILPNELIISIFGYLSVRDLCWRVSRVCKQWHSLASDSGLWKDLYAKQWINLPSSMREKVDY
DAFRGHSLRLRQPHPKCPGGSAASPVVLRVGPALLDALRTIPTLEKADAALALYSTGKKPTKGEEALMTQKEGEEEAIYD
ASQLTPPSQRNAASELEDDADLSGDDSGDDSGDEGDDSGDEGSDIASEDEAVLASKAYLSGDELGFSPRMVRTDSGDALV
DENARPASASSSSSSSSSTSAAAPSAAAQRELCDDETSEEENDLNDDAEDDDEVNKGTFECFTESFSSPTVSASSLPSSP
FSSTPASPAVVSKAAALCRRSTSRAGDVNDEVDWRGSFAERMKKGKNWRGKPNYVGTLRGHTLAVMSVISNGRSAASCSL
DGTIRTWDLDKRRCTGVFSGHTDWVNSIDHDVSQPDLDYVVSGSYDTSVRLWDTKNRKCNRVLWGHQNIVWSVQAGGQPR
GVGAPSDATVRVWDVEAGVCTQTLTGHDAAIYCCQYDPARNVVVTGSMDKTIRFWDLNASGNIKSGCVGVMRGHTDRLCC
MQEDPRENLLVTGSRDSTIRLWDTRVLEGGMQAGRSGPAYNSAGDSRACFRVLRGHEGRVCCLQFDEDKIVSGSDDNTVK
VWSLHGKSAAGAGGRSKARATTSSSSSSSSSSSSSSSSSSLPSKTAEPSYCINTFTAHDYWVNSLKFRDNQLISGAADDT
IKIWDFSGSAADAKQRQRAGGSGGRKTSGSGSSGLWYADVVSSRPRQTYITNPITSACVLS                   
>Acas_g10535                                                                    
MAEEGAQDEPHPAEAVGFPFELLPLELQAHVLGFVPPLDLLLHAALVCREWRWLTSDEAVWQAVHQHAFGGPPPDDIDDD
LFDDDDDNDEPKESDEQSSRWRKLTRSLLEAMKRKWPQTWRDVGTQVVHEEWLAWAIGQGHVRIVLPLLRGRSPVELARL
PPGLMVAAGRAASLELLVLLDPYIGVNVAEDSRAMTALHQACLHGHAEAAHWLLEHGADVDQANDGGKTALMSPPSHLAA
GSGSVKTVRALLAAGADIRATTRQGYTALNFAASKGDEPMLELLLELLIAATDPSQREPAMSSCLTTAAEKGHIGLVLSL
LKGGAPPGRTALRMALANNDLEIAAALVDHGAEVNERLLDTYHSGPAAAFLVARGAEHSLDYLLRSAVHQGDVEAARALL
NPPPPPFDMDSLLFYAVYNQGNVEMARLLLENGAKWNGCVGRGIQPRMLEMLLSFAPNE                     
>Acas_g10548                                                                    
MAASTKDDATAAKKKVPQARFYLKLEGVQGCATAAGYEGWIPITSLQFGAGVGIGRRRAPEASANKRKKLSGDDDEEEAA
PAAGDIIVDESDEEAFYRRVRETGPRPSEPSVSEVTLTKPSDATSPLLFHYSTLRRPLRAAVIEHVYDRTTIRFTLSSVF
ISSFSMSAQRKGQAATADDDDDCGPVAPGTESLSLHYQQIELSVVDKVRRPLALPQTPAFAGFNPHQGVDTGFPLPIELI
VAIFSWLDQQSLSRASMACKRFTYAASDDQLKVFVAHSTAYSLAAADTHFDGRLVEPFWPPNTDSDNSGW          
>Acas_g10567                                                                    
MEELPDELVVKVFAELNPMRDTAAVNLTCRRWRMLMTDPHLWRKFNRLFFPTHFAAPASDNLPPPDGWPRDLGREFGVVG
SATEEPWRRRFAAKVRQLQDRLVADLSKALVPRCPANGKWCQARGSSLSPTEVAALTRVLAAADVGSVVLARRWIDELPQ
ASASAPPPGMSLLLGARFVSKHTWDRKGWNVSVVSDCLYRACRAGSSPTAKVSHSLLCLIASMEDDY             
>Acas_g10688                                                                    
MTQKKAKAKKNEDDKEREEKKKKVETKVVRTGCVYFLKGCCARGGSCPYAHATEDRHSSAAAQADQAKAQGNLRRHRSAD
ETDTTTRVDNNDNKKKTNNDSITDDDQQLPRRMTIEYDADDDEEDEKDEDERDLESGGSESEVEDDVITEGQNVEEAEKV
DFFEELPPELVWLVAGRLEHQDLGRLASTCHRMAGLVSDPLLWKLNYERAWGASSTTDLQSASGSGVQSGSAGNSRDQST
SAENSVEDNSEGLGDDAEERGKEIGEGMRGGPLAGDDVSSPSSSSDVDRESGSEDEGVGPGRRHHHLYGTKKNEDVQVEV
EVVRMTERKSEAKAAAAEKAERDWREEYRARLEYEHRGWKAKNIQRLSKKVTNVETHHNATFITSLAVNRPPILEPAKMT
KVKASCFVLVVDRMTSSLHRKDDYLAIAPNWELDNGIVRVIEMKSYKKKKTVILRPHAIASPLLARFSSAHGDGRMAIAP
LQEPGVVEVWDWANDRMLHQFPVSSHATALDFCYNDIILGDASGPVAIYDVRRQASAPTSVLSGHTDKVTCMQRRDEMLA



TGSGDGTVRVWDLRQRSTPMFQLEGHSISFVSSLQFDSQKLIFSAVHSPPNHYFWQNARDRNPFRGVLMLMICLGGVQEC
TEATSPMSFDFEGNFLVVGVPRQVVMLNFYNNAHCTE                                           
>Acas_g10724                                                                    
MDEDYDDDDDDEEDDEEESKQEDDEVEGPAWALPPEVWVLVFQQLPARDVCACRLTCTRWHGLASDGVVWRHLYGRDWGH
HHHHHHGQTQHSADGCLPAKAGLWREAYLQRWVESAATAAAELHDAANAATTALASEAGPGSSADVERTSGPKRPRCYGG
HHRRGEGPILLGRRRQPAGPWEDADHHRRQEEEERGRPRPAKRSKPQRRRNHDDEEEQQQQQQQQQQQQEAEWREAMLRA
YFAAIDRESLTEADE                                                                 
>Acas_g10855                                                                    
MGTIIAQSHDLAATASVMSSLLVGLQSCSLEEVTPATQPPPLLQQLTSATTALGELPDEVLLVVASHLGVGALGAFAQVD
RRLRAIAEDDALWRELFGARFGFRPKNAPSSWKLAYRDYEATPRWHPTEKHPQLIATDDGLTVTMPSSLNSDNSVEGTDN
RTIRATVEYKPGSGLHYFEVESRCPNEVRYHPYVGLCSTNEAVPVEKMLMWLSDLCYAYGGNGTLYSSPSLEGNHQHLGK
YEYGDKIGVMVDYREEEHGWLTFFLNSKAVSSRMRITGTWFPCVGVFHPRHALQIVVRPRVPEPPCDEEEQELATA    
>Acas_g10933                                                                    
MDDLPPEVVSHILSYSHEDSAAALVTKRLVCQQWRGLIDTCTSIWARFRELSISDSKMTTAELEHRCSFMVRPEKIRLVR
CPNITIHALSGLLSSRQNGHLREICIENCHKITSKDLSLSDIIATCPQLESLTFISNNHHQESKIPFSQWHQREEELIHA
LKQRCADNPLKLLRTNVVRSTKALLETATIHCQRFEWEDMDRGRPDLGQYFTRDVLCRVNDPDDYYNYCEGKPELGWSQS
IGPDNCGGSLRKIGSQDHYTFRWSKAGACPSVTLEKKQLLMLSDDGFASLMDAEGNVSEDTLIPHQLRPRLYRALAQGEE
DVWLSFLSTPDFGTVLFGASTGHDAYLFE                                                   
>Acas_g10939                                                                    
MDAKQDGQNLHILQRVIEELKKETNNFYVFLQGEGGKDLVKKYKEWRIVQTLRADEESLFSIFSPELIVLIFSHLDECSL
ATASEVCKTWKMITDMHEDYLWKRLVYQFFTFCPGAPQEEQSQQAALKREKDSTESWKRFFRRSLGRHPRLDFYPAPAHG
LYFPTPSAQTVHTRLYMRNSTRSAVTLFRVMVTKPKDYVVKPTHGILLPRQVLTVSILARQLSKEALEQMQECKDKFMIQ
TATVTLEQLVEEGAVDPKRADPSYVRKARSCTLDLSHVFADNFDALRYVKDNPDKVSKHIFKCHYLPVQQQDDESATAYS
AAS                                                                             
>Acas_g10978                                                                    
MAQHKQSGAWYHGECRVIRHGEGTAHHSGAGAVVSGLWEHNVYKGPKAKASSSLYSSSSSSSTASSSLFSSSSFHHLPLS
SADIRELPEDEGIVSPPLSPPRSGPSSTSHMTSASTSFATFLDIQSLCTCAQVSTDWRRLTNDAVLWTDLHIRMQWGLPD
EKEEGATRDWREIVKGRYLLERNWLNGHYHMSTLRGHTGWVTCVDFYANKLVSSSYDGTVRIWNTQTGQCTQVIGGHDGG
VKCLQFTSELLVTGSDDKTIKIFDVRTGKYIKTIKVPCGGSISCLQFQDDVLCTASKREKAIYTFDLRRSNHYQRVLEAH
SKAVYCLQFDLATNRLVSGARDRQIFVWDFEKGEVIKKLSGHRYTVMNLRFDNNKIVSGAADDSLRIWDMHSGECIQILQ
GHTEMVTSLKFDASKIVSGSADRTCIVWDFLRGRPEDRGFSFFGY                                   
>Acas_g11030                                                                    
MSNFSLRRSLNSINAAVHKKKSREDVSSPGRAKSTTPPSSPPRPGAHHMSKLRLQKENIALVQAFKSNDMKRFHELLKKK
SVKQPKQLHQPSSDNVSPTSSSSSVPILSSSPSSSPLAVHHTLASSSSSSSSSTFYYPNINDYDEHRQTCLHVACTNGSS
DQVRELLGMGADANAVDDRLWTPLHCALANGHLEAAKALLVEGTGSVNVNHANESGSSPLHYLARHTTLSAAEEALWGEV
FLLLSRMGAQVNLANAHGITPLHDACATGATDKVKPLVRKGADVHATNKYYIFYPSSHSRFGETPLHYAVKSGVLDTIGY
LLYIGADPYKESERGNCFDLALLYHPKSSGMHIFLSGIKCLPEILFLQICSFLTVRDWCNMMQVCTTFARMCSHDVLWKR
VWDQNPRLRAVRIKTDEFSYKELVSDWYNGKWDEWLSTSPINEKPELAAKILLVGDASVGKTAFLTQFMGRAPKGKLDDT
TSMDRTIFMHGKQITLHLYELSLARNTNRGKSPYRGMNGVVLFYSSNDVDSFANLHLWLEDVRRFSEKLPVVVVGTHYDM
PSPLVERDQTKVRPTTSLLGFHSRILQDSLCPFANPVLLAQKFSKEHQVLVFETGKGMGHNVQLSLRMVAEAIHDQYVQR
SGARPGVAPLTKGVLYHPFC                                                            
>Acas_g11060                                                                    
MFYRRSPATPETKLRMAPSSSCSSSSTSSLDAVSSDGGGSLLQDDEDPAAWRRRRIVMPGSTALHQACRIGDEKWAKQLL
EQESRAKRRTSCESVRLSGGAKRSEQDKVVRKRAKRASRDRRSLVRAKEAKMREQALLNEEDGGKQERKHRLIKKVVNSA
LIELITAEEANEGQTPFHLACEFGHVDIVKHLVACLRESFVIPYVLPFVINYTDFRGWTPLHCAASMGHLDLCQVLLDAK
ADASALADISNTSPLHMLLRCERLTQEPLHKLKDVIEGMLQNGASINGLNTYGETALHFACWKGNARAVAILLKNGAHVH
SVNKRGETCLHYATRQGDVKIIELLVKHGADINALGDCGTAADVARSHHQDHIASFMDSFLTLRSLPDELLVKVLGFLDA
EDLSAVGLVCKRFFLITDESRLWKKAYGELVPQQFALSQCDDYKAECKKWLRLHLSSEWYREARKEGRWRFDCPRNDEDW
VYDRFFRVALVGDVGTGKRSFLTRFVDDAYLGSRALRKSMTKTKAIHHNNRTIKLQMFSASGFHYEGRESCDLKSIKGAL
LFFDVSDMQSFQNLSFWCQHLQRLAPPDIPVVVVATKVDLVQAPAVSYAQAKQWCDMRAFPLVSASALKGLNVDVAMRHL
VKRLMAKDQEGSERVHSAAARVGTSASSSTRSSPRGGLRSGGSRHKGGASASAGLTSGTSSSQPTGGSGGDSSTSGSGSG
KGGRTSGSKRMAKSAGEAMKASKRDRRKEVKRAATDGSMHYRRRDDRRESGEDHPASQPQLPPPLPPLQEKKQRRLDAWE
NDVLRRVGNTQLERPPKEKKDDAEEGLFNSDDIIIPSITVPPKKKSIMHFWRRIG                         
>Acas_g11066                                                                    
MTSVATANNRQEPTSVDQSTLSPAAALTTAVVDGDQTSVQALILQGCDVNEADDMGLLPLLAAVKCNNMAMARLLIDHGA
HVHQQNCKRSELHALAETQKGPYPALPATVGARWVNTVQRWAMPSPAVKFWQLLLDIGASPNWPDRHGMTPFHVACARGN
WPVVQFLLQGKHVSDVDKADEQGETALHYAARYGHAAVVSLLLSARADTQMMSKHGNAAEVAREAGHVAVAELIESWSYR
ACPILFMPFDALVHVMAFLEPSDLCAVAQACSMLNEVSSDDHVWRRFCHARWSSDDKGSEGKRWKGHYMAWLQPRLKQYA
TSKARGFAGPTTSARPSPPQSADYDQLFKFNVIGDAGVGKTSLHTRFFRDEFSLPYVSTIGVEFGIKTIELCGQRIKLQV
WDTAGQERFRSITRAYYRGSRGLVVVYDVTNRSSWENAKFWINEVQRNLPDDVDMMPFLSGRARRRGEEGQALALELGAA
GWAETSSRTGSEVENTFLRLTEVALLGVDPFASSGAVGVECWVPSAEVLQALYDKSSTGRAAKERIAAMEAARSGKCLLQ
>Acas_g11107                                                                    



MLAALVPFILPHKHSVHDNDSPVPNRKRSAPVEAQDDLAGDSSSDEEGHYLSPMEESEDEAESLSMHDVYPDHEEEEESS
CMMLEDLHSHPRFNLLAELPTEILFHVLQYLSPRHLLSLRLANRWLHQVCGDDHLWHGFVRSRWPSPRHYGSTQGMADES
WAQAYERMEWNTNRPVVLKGWLYDFPSLFAAPLQLSRDSISAYRRERHYATEMAQQEEEEVLQVQFFLSHCSGPTERREK
KATVWYSNDKLGRAWNKTLADVSGGVRPPLKALTHSTVVISINTTLVGLDKCTGQELWRHKLFCNYLVAATHEDRDIVYA
VGCDDMVYEGRIVVRERPLVALDARTGRELWRADLLPLSNDMRCEPSKPIVLSPDYLMTSIEDFPPCPSSSLIVSAKTGA
VSFVVKGEVTACVHANDKLVMIKDGRGSCHTLAGEQAWELSKTFSGRVGAKGGIVPLQDGSFVFYHYSHVIDAVVQVVLV
NAQGQEEWWLECGGATNGTRKIYHSINAEVRGEAGILLTCESAQGCWVHLVSWEGKTVFRWEKEESLNPSHHWVL     
>Acas_g11108                                                                    
MSPAELTSHIKGEMFSTVGTELMELENSVEKFNTFLRNHEMFPYLSEFIQQFFDLSKRVKTRMQDLHTLYSFLNGHQMSA
SKTSAGYFSVLPQELCLYILSFLEWRDLSSMSLLNRQWQSLSRDNMLWKALCAKHWKEMWNSSSRGGLSSSSTNLSSLSA
LSPTSSSSSAAAELEDDVLEETAEEDGGRATSEPVKKKLKVDVSAPDASTPPAWQDVFKSRLLVDRNWRMGNCAARTLAP
QSEVESAAFCLHFDDERFVTATDTIEVFNVNTGELIRTMRGHTDSVMCLDFNKKWIVSGSKDNTIRVWDVKTGHVKYVLD
GHANGVRTVRFDDKIIVSGSRDSTIKVWDLEQGVPLRTMVGHAYTVYCLEFDNRYIISGSVDKTIRVWDVETGEPVTMLK
GHGNSIRCLKFDQSRLVSGAWDNHVKLWDLETSKCITAYKGHTDRVMCLQFDQNKIVSGSVDKTVRIWDMRTSSPAIILK
GHSSCVYDLHFDDFKIVSASKDRGLITWDFKAPRPRDRLTVATLDGEGCYVFDAAFDSPSASAPALAPTLEPLIVVPYEA
GVHNSPNHALESGDPHAHPLTYEPTGEQLGGDQSDERPSERIEWENDTEREHQEEEQHHDAATVQADGNNDNGDGHTNGD
GHAPDIYYTNDDGLS                                                                 
>Acas_g11135                                                                    
MDNTTTLFLAEAANGLCLFEDRGSQAEPEALHREFRRRVRLVAFQPFRSMHQALAYQRLLSGGGNEEDAFLALVAFVQRA
QGPANASKPAEDDQFERLPDEVLLHLFSFLSSEASLAKAELVCRRWRRGTAHKVFVCGANGIIRMGAMLGEQLRALEALG
QQLQEWYLEHFPELKDLLPADLGRSEATSWPSLVLLLGKRKTVTTAWRGGVVQALSEIVGSKKLAGSILATSVISSGRDI
SQAEERSMLAHAKRIVDTQKEVVGLQDDLATMAQQSAPGLAMLLDPLTVAELLRATGSLVSLAKCTWMTIARLNPVAFSL
HPNDPWMEAASEEDYHQLMRVPEDSYLWQFITRQNASWASELSQWQIKRVTYLLAKLVGNAAKIDAFGAGSAQPELEAYR
QRLKKRADLLLAGGHLTPTPGDMAVAGLEDDYHSDTDDEVYWGDGDVDGDGDDYDDDGQGEVYTTPVAWRSYSTSSDSSS
ESDESDESDDDEENSRRSGAGLEVATIWLVINSLVSMELLIYEESRRLFVMLQSPGPDQRRIVRLVEEFNGHLDPVQLSS
ALRLLVARAQPSRGLRGGCPPGTR                                                        
>Acas_g11173                                                                    
MSKKKGVGPVVKEEVEDEEVVVVKVEKDDDSEVSVSEDEVMQTADEDAEVKMEVKEEEESEGEDEGDEESGGWKEESLVK
DEESEETGGEDDAVTAAGKGKRKGEPVESPNKKQRKASTAKGAKDALSLKWRLRNEGTKNSEISIEMKSRSKWEAGKRMI
FRRLEIERIKKGRRREGNLVLLTLELTCPPIFERFMPLPGTRGNKWVRTSDFTKGDAQANKRVQLLTTGEACKKFLKLTK
RWTKPILVRSLRDRPQLYWHAMLNNKMAPATTPTKLESPDAEPAVDDKAICVPVKPEAAGDDELSIQSLPQEVLMQIVGY
MDAKHVLQSVSLVNHTFHSLSNDELLWKTYFRRFCGSLVYSVEEAAWDALPSRFASWKEALATTNAMCFFRPYCPSLISR
TRASKRFGLKDEELVASPLRRLTKYNMHAQVVRWFILDEVASYAKSLQRERAAPMVASQRVILLDDDDVDIDEEEEEEEE
EEAQEDLWHDVEEDNDFQVVANNKKRAREMEEE                                               
>Acas_g11419                                                                    
MEDEAEVLDLPDEVWVAVFGLLEPIHTAAVTLTCRRWRAVFHSDPPLWRAFHDQLLGGPLVPALLTAPALPLNYPVHFTD
SDATSAFGSAAFQTGMGRYRVVGRPFERDRLSRRLRQVEREAWFGADEWRAALEWKVRRVRKWGVSPEGRLEWAARLGCT
RLVATLLRRYWRELSITARASTAVTKALRAAACANDVESVEVLIQRGALTSGQPTRTSLGRGLEEALMGYAPMLEAARWG
NHELIQLLHDHSLTGNSKSEAFPALLVASSLGHTKVVAQLAKLYSLSSSTLGFGFGIRPALTPQQFVVMPDVEARSALFG
PEFHKTLAPGELCNALWSAAKEGHNEVIEYLLDCGAEVTSPSPIEAYARLPSTALRPATLMRLITAVPDPNGGLLAEMPI
LVWEIYTAPGLAPLEGRVAVYRLLEERGADINAICFVPGIGTTSPLRHAVSKSNEEMVEALLKCGADPRRLFGHSCSTDK
AQRIDALLAAHRDAGDAASPRGVTSKRKRPSSPTPQAHQTDEPEAPTHQKPKKRAVDDQSC                   
>Acas_g11434                                                                    
MKHKLRGQFGLPLALEPMGLLLAPDPAAPVLFFADLLNCDLSATLHSDRLRLDGNRTAATTWGSFAGLPEELMERVFALV
DLRDLLNLACVNRGFSWRASSDAVWADLFRRHRPRLTEAGASDQLLPCWKDRFLSSATPQTVMCVGDEVVLEHRVRGFPP
LYLGTGALLYPQQQMSRKFTLKERMPEHNHASILFVSAPDRGGRFTGRYGVPDGQPVVAARPPLHAGAVELQPSLRPAAG
SAGLCEQRYYYVRAEAGKRGKGSRAWAELTANRSQAAVFRLRLYAHALHKRPCLLMAATDDGDDGGGGGDGEAEVARYGR
ADEEDEDTCATSLFTDDEY                                                             
>Acas_g11459                                                                    
MEDERHNIEVALVDKELMHIVFGFLRFTDLASISAVCRRWRVLARASEVTRVLIRGRVLSIGTVGHAGLGYCLLDPAPMR
WRMISALASETIVHIATTPEKYDRHHTLAVTRSGAVYAFGDYADGKLGLGHTTGISYTPQIVSALLSEKIIKVGAAGAHS
VALSDRGTVFSWGYQGNGRLGNMNTDGCLLEPAEVQTIGSNDSVKPFIVDLWCGRAVTLLLDSEGTLYSFGVASSGSLGR
ESADSRSGRPLPLQFPAGVKIKSAAMGYNHGLAITTQGEVYSWGSGVHGRLGHGDEQDANAPRLISALASAKATQVACGP
EHSLVLTEDNTLYTFGRVLKGQLGYVEGAVESVPWVVEDVAGLGVISAISAAAGQSAVLFESGRVMGLGCGELKKENWLV
PAQLVAGEDSVFLVC                                                                 
>Acas_g11466                                                                    
MSVAVGTSIDAHVSKVFQIEYPPKPSPELQLACDMLERGKHRGPAEASSHDDDEAMAELIGPELAVLPPEIFTHVLEFCS
AKSLTDLAATSSYWRNRVVYDRDLWQKISDKERQKLGMGWNQSWEDMTSKLPQDDCRFVVYMWERDPKRFIPLFIIWAPD
GSRVKAKMIYCSTAYTLKRLLDVAAEVQATSFEELNAAFVEDTLNPSATTTEAIIMTHNTTHVFNCCALIACGLVLFSLQ
CFSFSGGQDGVGGHLSAIGLWPLVTAALLVTTGCIGLVGYVARSLACGLLYVVGVIVFQLEVVGVMTWAMASAKAHQADY
VALGCLISLGAMLFYAGLPRATKPERKLLRALLSIE                                            
>Acas_g11485                                                                    



MGQGEVDGCSSFFDAVADVPVEVVLAVLERLTIADLTRAEAVCRRWRSFLHDSSTLWRTAHGRESGGPLPAPPPAAKDAA
SRRKCERRARVHERKRGDWRLFSQHSLRTLHRLSGGKLTRQANVDELTTTDAAAEPVAAQEVVVKALLRWTISCGHHAAL
ARLVRAPAPHGPLARTLVHGWFDEADHHHHDSDGGGGGRVLRRVQPLQ                                
>Acas_g11501                                                                    
MRLQAPGEGQDALSALPLAALRRIFEYLRPRDLCLVERICTSWHDLPSKEEKNRLWWRHVMRETWDEGCAPTAMGRAEKK
KLWKDEYAASIAPKLRQPFAKRKAALLISRKAKVNAEQDQEEDDSLPEAEWGSPPKDKVTMRTYYKSIRSKPKNKRAKGG
MRTHIVEDYTWDNDDVCAAPRW                                                          
>Acas_g11551                                                                    
MEDDATAVLPDELLVRIFKFVGVRAEWLCAAALVSHRWHGVATYRPLWRPFFLAHCGYTPLAALARGHAPPADANDCGND
LLWWDNLGDEVRHDQQGDEQLATKEEEEDYDECGNVIEWRQELIYHTRRPHQRWTSGERTELFRSHDSGRIRTKEGANKQ
AVAAVRPGMASHATTSGLSFYLGSTGGTAHLPGIVCNDMVWPSDECLYLLNNTRLELIDVSRLGHVESIMELTMSEPHRE
AEPGRLFTVDPHNNQTAYVATASGILGVDLRTGLHTFQALWRMDRESLLLFAHGGYQHPHELVLADPQTVAVWDLRKISE
PPCEHQFLTSDPGMRFNVVAYHDGELLTFSTQVVYLWDFSVEPGLFGA                                
>Acas_g11673                                                                    
MDSLPPEVVQGVLVALGDGHQVASSCALVCRQWAALASDPALWKALVHRLLAHLPVQAPLSQVVADRWKEAYFALARRTK
HATVALLGQSHGGKSTLFDLLRALHPLATDDLALPAIAECVAINKTDSCADQWNSNSARMDELVAQLSRSLAIAGVPPGA
TQFVPISAARGTNIVRRDPQTEFPWYDGPTLLSALQRTVDSLPSINSLRLLWNLSVARPLRLCVRKVTHGRSVDTKNGIW
GLSGDEAVVVGTIMCGMVCVGDELVIAPLGVEAVTVVEIQLNNRNLPMAYGPCARVGLLCLIGVGRWYDRYVRRGVVMGR
TGELSPMRQVASFEAKVIVVQLHGRIRNRYESVIRCHTAAVCCRWEFLTKTDKKTGAVIEESPQFLRRGEAGTVRLTPRE
PLYLETHSSDGHLGRIVNYENGMITAFGIVEKIEWLEHATPLYLRMQQPQQKVPRVGTLTVTVVDGYIQADCPWTTNVDV
RRMWLWCSMHDTKSGREYGEKTPVALSGLLSSDSFGRRLAMQNLYNLNNYINFRAHFQV                     
>Acas_g11686                                                                    
MCGTSSSASSSAAALRTTIPTRPKKESSKDKKKKKPKLDSAMVALLNHKTSHSTIAGSSTSSTSSSSSSNGSTGSLLIPL
TKSLCSSTTGAGDTSPRKKSTTPPPVVKAATVAVAGGSALPIPNFHKRTASISTLPEELVVKILSYLPHFPGLTRCSTVN
KKWHRLSTSEELWRQVYLGEYEKIASDRLVVWIAALNPGLEVLSLKGCTQVSDVGLTAALGRCSNLRELHLEDLERQFSS
RALLMIGKLCPSLHTLVLPGILEHPDEVIEPIITYLPQLRVFKSFSQFTDSTFKCLAERCKSLQKLRFGTTTKSTILTQP
AVRYLTACENLQSLECGYFSLGERDWGKKPLANFRALRAFGCGAELGEGMLMDSFRLQSIGQYCPSIRDINLCDTPFCEN
DVQVLVKECKNLRELRVGMKSNPGTRYEITDSWVYQVINFSTKIEVLKIYHADIRTDTVSMLTRGCKKLRSLTLGRCSPV
TVLSSHLETLPTLQKLSLRNTPTNDSALQMLMSAFPNLQTLTLIETGVSDALIGYIIGRYRLNSIKLQPRARLTSTGKIL
YKGGRRGRFAKKKTLTDQERLFLNLFQTQTRTETIIRKEGPSWEAGSGIYSPGRGKNES                     
>Acas_g11807                                                                    
MAKEKRAKPSTSRSSSNKRGSFQDVSQDGYANERGLGDDVLGLALSSQYDDTDLPGEADAIDHHRAPHEGTAGDSAAEGL
AYYEALGDKPASSSSRGLRASSSAHRRAAAHAASSMSTAAPGRQRDGSAGDDGSSGDDDDDDDNSSGSEGGRDSRRGRHA
KRAQRRDRTAADGGDKKWAKKKRAQQYSDDEPEQQDVKRAEREYMVGEIDERELVIGRRIAWYPNGPGWIEKVIIKIPRI
KELKGTELRRFRKAVAKRITVAHPNVVSCLGACTVPGRFKLIEETLDEGGFSRLLRAHRHSPAPLSPNEGQWSLFHRMLM
ASDIASGMAWLHSSVPPIVYGDLNSSNLSVEYREGRAVIKVANFGFPMLCGPSYYPHKAAPEVLGTPLSSHQSFTKEADV
YAFGLILWELLTTEEPYPYFANLDELIEAVCRQKERPPLPDDCPTALRQLIQACWYHESACRPDFVQITARLDEIFIRMA
VRDEEGQRFWIENFPKQQAVEWGVFVRAFYRFLKVRPPRGRRLVQSKGSANEQLREKEREEEEREEMVMQCFKALVVSKD
PVDEGTLALGSRIAVRKKEMVHIQQFGRILDWFGPVSKNVTLPPPRPSTCDEALVSPRKQALMRKGKGGGAACTKEKSAT
GHGSHKDGRRAGSGKRRAATRRKRAGRGHYASESDDDSESSSEEEEADVTDSSESDSESEEESERDAKSKRVDFASVLPV
ELSLAIFRYFDEYDWTDLQSVCRNWATIINVLRNKQQRRLRRRPSRESSASRQAEKTTKKKKKSRIDPKTFHLARGMSTG
ALSLSSVKNKHHAGNSHSGGKLIDSLQDKKHGGAGSKMERMGKNFKSSALLTRKRRTKGGGGDDSSSSERRHHQDKDDSA
YCSWSDDDDDECDMDNWEMVPEANPKRTILDAIHAVLTQKWFHGDIETADATYRIQSCPQGTFLVRFSTNATHPGAFTIT
RVAAGPSIGHIRITRSDDGKGRFMVNKDMVFDSLVETIESTKNILGLTSSCPGSPFYKKFGVPSSSAAPSSASLTASRS 
>Acas_g11834                                                                    
MARFQEANTGPRRQRRIRKATDAHRRPAPAPTAGPIVDASAPSPLSHLPLDGLPFDVLVTVLDHLRSLADLLSLRATCRA
WRAALGDDDDSLMSALCSRYFPGLGRLLRELFGAERTVKPGDRCPSLALIYVHCAPRATGELSQSQHVARCFGPYGGLRY
WGQVSDSGRPHGYGFMIVTPPHPKRRNHNAAPRIAAPGDDDGIGNTRSSNDDDDSDEDDEENDGDDVAFQLTNGNWYCGL
GPTTAPTSALSPDVATSGPTLPAAAVTAAAATTTTTTTLMVSATGDSDRPEELPQKPLHHDALWRVGDWLLGRWVNGLLV
NGLATCRSGSLSPCRSDWFGMYVLGKRVLCNSACDQAYYQGRVSQGRFHGKGKFSNGQPAFGRMEYEAGLTYLGEWRGGQ
FGGHGTLVRHDNNSKYTGQWNLGREHGFGTRTLLNPDLPGPWNADARAAMVIARQGAPVELGPAMTSYSGNWCKGYRHGS
GTAIYADSSYFRGAWVRGNRDGEGVEERTDGSYYSGGWKGCTYHGFGEMRTVDGRKRKGFWLLGQPCSAVVYRGRVRTQP
AASKHGRAFERMLDVPLGARDLIVKRLAQPKL                                                
>Acas_g11871                                                                    
MMEGKMNSMRDCEEGGSCGDEGTIWASLPPELWCEILQWVGTKDGLTVASLVCRRWRLLFMSRGLLRFHFICPALLLHQR
SSSSSSTGAGHDAASKQLEQSFRALLLKFRRECSALASISFSPNHSSSFSSPSSSSSSPAPASSMGNPWVTDDLLRTCFG
GDDGGFRSLTELDLTNCRLVSAASLGCLPPSLLRLNLRGCRNIVAHAHAPSASASPLFTASPEALGLPPLVAEYPARDAD
APSMVILDFSSVPSSLHAAAPTTAEAESVDDGGSDGRRRQRPGLPPGLQVLSFAYCWRLSDAMLAPDHLPTASLRHLSLR
DCKSLTETGMYHLSALTGLELLDLSNCTRAVTDAVLASVLPALSRLRELNLSQCKEVSAEGLRHLPRSLIALDLVFCKKL
RPAALDFMPPGLRHLNLAYCFFLKNKGGAALAFPPALRRLNLTGCELLTDGALRDVAAAVPRLRHLNLAECYRISDVVGT
CAGE                                                                            
>Acas_g11978                                                                    



MGRLKRHKLTELRRFVKKHNIEVDLLASVLDAYFARPDSNFATCVRRIVRAELHLLHPSTGEGGEENENDITIPIDTRGR
SDSTNAADLHYTSPPPTATSTASTPPPRRNLESSFVAAATTPNKAAESPSPTSGTLSDADYDDSFFCSVDLESLVAAATA
GRGDHLPSPILPNADGFDVDVDVAAPARDPAASPMTPPRAVANNSPSGIGPGAACVAEAEGPLPGLGLSPSTPISGLMTS
STLRSVQTSSAFSPANGALSFRPSLVTTDAATPTTTTTFAAAQDRLPPPPPVIDISSSPAASPARAEKSEDDNENENENE
ENEEEEDEGVVEEDFGFSENDELDDDDDDEDDGADHLAKEAQDGKGSLMDELFPEDAQQKRRREEKERRQQWLRNFHPPG
VPIPVLPPEIIRYIGSFLERRMESYARFASVCKYWRSVATEGEEWERRYAQSFGGPFPRLLLDKYENSSYLNDSLMETQE
GGTDDGVATPKPTILPRNKWYQAFLWTFRQHRAIVGREKRTKAKANQRKRSGRQERRERDELDRVLLDWAAKHGHTVIVH
KVIRAVAQKAQPANTGVERYLLRHNPHLNSPLHMFGRLSIAKLLVQYAAAKGYLELVELLLDNGCDPNMRAGTTTALADA
ALHNQIEVVRCLLRRGARPELCNTPVLHLAARNGSAEVVQLLLAHGADATERVQIDRPYGRAITAYEAASSEEVRRVFRE
YSARNRRHRNRTKKSRTRATVKQEVVDEYDNDDDEQEDEEEQEEEQEEEDDEAKNEMKNSEDEDDRLDDEADESACLDRR
KRLRSRRRAKAKSEDDAMMALEEEIEAATNEEPVDHKNEDENHLEDEEDEGDDGVEEHKGKKRPAAVLLELDGSLALDDE
EEEGRSTNGINEEEEQAQPPPGLKKKRKKVVCDDDDAEAGANAETATTPGQKAWLADLAKMCKN                
>Acas_g11984                                                                    
MEGAEVEAYGDEEVAGLFWLPAELWAMVCGYLDTGDLARLSTTCWTLRSLALSRVRHHTFSPLGLVTGQKSMRQALTFAS
SWPALVSLDLSAWDSFSDSLVKHLPETLESLTLSYTAITNRGLARLPVGLTRLDVGSTQVTGLGLRYLSRLTALRELNLA
STTRLGVEHLQWIPSSVEVLDLSSVSGPERQLQQTPKVPWPPALTELKLCGAHLALSHLYGMPTTLTSLDLSNSYLYAFN
VDFDVCLPRLETLRANRSEVIRGSAEHPPLMWSLPSGLKSLSFAHATISKEWDLLAFLPASITSLDFSFTRLSYEQALSV
RTPASLWFETLPKRLPHLRLINLATSYASNEPQCLKVMQEHSVQVVCPAAYYYWQGTVPWVLPQGRFDTEARSREDQPVW
QALIRRCAEQRELLSWQPLDPPHSSDEALEKEEEDDDDEGGGDDAQGSLLSVGL                          
>Acas_g11998                                                                    
MEDGEFHNGSVGGDELSLVIEATVDEKQQQGVKRARDEVEDELVMEYDLAEAISRNEEEADETAATPSDAKRAKITPVEE
VRPASSDLQAKINTIHLTSQYDISVRAPHVESVLELPPEVMLKIFVYLGFVDLANCALVCHQWKAVSSDDALWKRMYYEV
WGTNAKTWKQLFASHYPDHEQIDMQQLIQAMTKPRGSRSRRNIMGLYRLDKSYDGKIDNLEYPTLFRDVWALSSVDLKRI
VANEVGLTARADLPVPTSFELSITMQRFGGTSSWKEITSYDRAQTILWEMLRYEGNSETKTWMSEDEANSCTEWLFGYFP
YKTMSDQQLRAIMASKALEKAAWQARHGQQDEQEQEEVVEAGNEEEQEEEAVVRMPGAGVVGVGERVRASQTVHYRLIGG
ELIRDDVDHDDEEEEHGYAMESLAPATTTSSTTTTSTTTTTANNDNAILEEEVLVFDENNNSAPPSSAPAPEAEDKTLTE
DVHVVEMEPIQVSEVIIHEGHPNVSGANNDSFKEEIILEEEEEGVQPECEPMAEEIVVIEEAEPAVGEELAQQPPEPTLN
EPSEGAVRPEEAEPPKPTDEAAEGEQEIAPEPRGRSQVARFFHTGSFKVANDGTFVYGFAAISSSRFCTYWLVAEDADDS
TFAF                                                                            
>Acas_g12064                                                                    
MGNKFFRPKLSHEEAWGAFAVLPPELVLHILRFADAPSLCWAGGVNTTWRDCACDDALWSSILLDLVRQDPHDNEGGGGE
EAELQAGLAITKSCKALVKEVTVLRKRASAEAGKYPERACLPQPGVRSMLSKFRVGKLLIEGRRSLSVIMAGLDAAGKTT
MLYALETEPKPTMPCIGFNVEHAAKGKLSLTCWDVGGPDKIRPLWRHYFQGIDAIIWVVDLNDRERMSETAHELFKFMSE
DQLRGLPLLLYGNKIDLPRALSIAEATEQMDLHQVAPLPQSLSLSHDTTAHSTHDDSSSSSSSSRWPSPQIRGRKWHFQP
CCAITQVGLYEGLSWLAST                                                             
>Acas_g12075                                                                    
MACARNSFNNQPSIFYSPASKKSEEISSFLPSKMTMDEVPPLQSITTINDRGCTEDLFSKMLPIEMQLQVLSRVPVEDLV
RHVCIVNRQWRTLTATDAFWRDVASQIFGGQDPWSSLLAEHGTICSSHQLNMFAPADVDDTTKMEGTEGAIDEEDDDQTG
QMGLVPNGKMKEVVLYRLRELRVFWPFKSARNLYYCAERGFVHMVESILRDPSKVFQFKKEHIGMAIELATAKGLREVVD
VLQPVMRSHTVAEAR                                                                 
>Acas_g12093                                                                    
MDEQGGRLPVIEFSNLPEELVLRVLSWLPHHRDIAAVGLTCRLCHRLANDKTLARPRKRQIVVRLVGGVDVGKTALTLAL
KEIDATLSNRACEEWLSSTPPTGSRYLIYPDIDWQRRRGLLQEARDEWPSSYWNSLYADQWRIAADYIETPETIFCLLQQ
SRMSSPHITLNFDVTLWVVPVLNYHSSLDQMIGTIPHLAQGGRPVVVAVNKMDHHQVCWADTQYNQVVNRVTDSFKPRSQ
VSPLRLSFIPISATEKLNLYDVRALQQHGEWQPSLRRATGPLLARVIRPGDSQKLAKDAYDDLQPSRPGLHNICARIFSG
VIGVGDEFMVLPAKVRCRVDSITTFQCGTVIKVAGAGPSEHVRLSIAFAKPESTAAAAEEEDGHVADSQAAELEALASAE
VLVDPERSDHFVFAEDIVVSLAIDELPPHSPIFAPGSQCAFVGWSATRECTVEKLLGEYNKDTRKRIKAAPRFVKSHSLV
KAMLRLDRPICFAQSAFPPSASFSLYTGVAPSPIGLGSVTGAATGSTTSTTTRDAARWEKP                   
>Acas_g12246                                                                    
MMDGVVAKRARAGAAMAQLKDGLMVPGSRTIARRKRKAPSSEHPPTSSPPPPTSSSSSSSSSSSSSSSSSEPQQRKKKRP
RTRDSASRHHHQQQQRQRQRQDASYEALRHHHNNGGRLEFGMLPEEVQLHIFAFVPLDQVLESLPLVCRNWHQLTTDDSL
WRALYTRHFGGAREWQRERPWKAECIALMRHVQRMESDSQAKINKLLDEYKAKILDEERRNRQQQFVWACKHGHIRKVVD
LYSKYASILNINLLFISDQYQRTPLMAAVEGGHIEVVRFLVLNQAKVNASTPAGWTALMIAANKGKSDEVEFLVAHGADV
NATTTGGCTALMFASEKGHLGIVDFLLAHSAQVNIASSKGWTALIIAANKGHHQIVSSLLAKQADVTAATNDGLTALMTA
SYKGRESVVQLLLTVDANVNATANLGVTALMGAADKGHAKIVALLLAHGANVNAITNDGWTALMGAADNGHTEIVRLLLA
KDANIHEVRHNGDTALIVATDRGHTEVVRLIEEKRRQEEDEAAARHSSSTSSGP                          
>Acas_g12369                                                                    
MDEDKTGGGDGWAALPWVPLLEAFSLLDRPSYLAHAGLVCRAWHAAATDNRVWRRLCQRDWRIRRPFGASQANSAEGVDF
KRLYGEMVQEHGEYRALYAGVSDMWEAYEKWLAAKLPQITLMPAATPEAVRQLEEVLGAELPLEMKCSLRIRNGQNLITN
LSGLLGGYSFYDHRVEMQLLGVNDIRLLSDTITRHVQNDPLFPQWLAKACPIARSRFMGKIVFVLLHDLEGHGSRGNVVA
CSEDYQHTFLLARDYTSYLSDHLANLTKGLYKLDEKCQINLFPQPGARGVGVATTHGITVETSPLFVPEKSSLRSDPPSY
FWAYQIRMHMPADCSARSSQLKSRHWVITSADGQVQEVRGRGVIGLFPVMEPGAYFEYESCCPQPAPHGTMKGSFTMEYL



DSHEEFEVVVPEFEFFLPPGSRPEAS                                                      
>Acas_g12417                                                                    
MEQEHERTYTEADLLAAFHSHLSREEAEALLVGQPAGTFLVRESQHNPATTDPAHQKDSSTSALLVLSYVAGTGGSPGEA
GLRCEHTQVKLRTMAKVEGFFFVRQPGRNEERNESTTGSPLLGLLVDELLLAVLAHLSPFDLVLLSLVCKQLYVLSKDDT
IWRHKYCSEFGAWVPPVQCNPTNGLSWKLKYWLEYNLFYRSPVESTPFVFSRLEAEAKEPQNNETFVRYSDTHPNALVLS
HKILTEDSDPFGFGLSANTDVGQGKSLVFRVQCGDKVGYSLHQYPKKPCMVHSSLASLVRAARNFPQWSVVRSTPLLCQL
RLAALGHIRELVFVSSTPREWHQLASVVTADPPHLRSLVVRASYALSAISRSVLQRIATANQSLRCLCLRGLGDLNEIPD
IIRQHPGLRVLALDIKSHCTPGALHALLEALAHSGSLQRVTINFRAAAAGSVAPLGQSLNFSALPDLLRACGLQVVKVVI
YGVPAPIKAQIDQAVAQRPDRPKAPVAAVADHHVRLKVVTTPAKPWRSPYSAASSEQQQPTCGAVHSESVGGQVMADTAY
VSGLDPSARQYQFDDMLTRWRHGNN                                                       
>Acas_g12439                                                                    
MMIEGGSSPLLTTTTSSASLLDLEVSGGGHLALLGANGLEPEDRPAEDDCEAEPTQSVEDEHCGGSGSAMSLERGSVDTS
AGVRREGMTRDEMKASAVSLHNLIEPLADLQRNVQEVGVSLRNHRFHYNLDLCKLVTGIDRSVTELNDQILSRRRFLEFV
LHLGRPVQTNLGYFGALPIELVLHIFGYLDGKDLLLNADVCSTFAALSNDAHLWKNIVERTWDLEGTYMQKPSHKSFKWL
FECKKRVFKAGDMKNGKGSCGGEHGDMYEGEWKDNKRHGVGTGLMQDGRRYDGEWENDMRSGFGIFRLANQLRQERSADR
GVNAGDLYAGNWKEDQRHGEGIYIWADGTKYEGQWKEGKREGFGSVVWPDGRRYEGEYKDGKMSGKGTFCWPDGSVYVGE
YKDGKRHGEGTYTYSTMMGGVYTGQWRNGMRDGWGKLVKNDGEMYQGVWKFNCPFGGVLTKKDGTVIEKFWRLFPPGT  
>Acas_g12530                                                                    
MNERWVMDGNGNYRRGVEEYEDFYAEEIEQAEAEDVDGVWREEGDPDSEAEEEEEVEEYQEEEEEEDGSAFGLLPEEVLI
HLVGFLDGRAILRLQCVSRRFRRVGSDPRVWARLCLRDFKMRYLTSQVLWINYTRGYSSPSSSSSSSSAVAGTLPFFPFP
QTGPKPTFTARTTPPVNYC                                                             
>Acas_g12583                                                                    
MANHNHHKSFMHFCRATEASLSLPPELLLNIFAHLPHESVGPLLLVCRDWNALVSCPGSWTVWREWVRQAAPEVYEAALV
REQSARKASPCWRALYVARESSRFLRRQRQQRQKQEDAARVEKEKQLREQEQLMMAQIAYTSMALSSEKKAWKQMLTVVS
ISSLTTFALFASMSLAY                                                               
>Acas_g12602                                                                    
MHYTTADLGPPKFRLGRRTFQRTDFEVVNKRGLTIQASHYEPVAGERPRKQLPCVIYLHGNCGCRLDALECLPILLPYNI
TLVALDFTGSGSSEGEYVSLGYYEKEDLVAAVEHLRSTGTVSRIGLWGRSMGAATSIMYGATDPSIACMVLDSPFSSLTK
VAKELVENSPVKIPKMMVSIGLRMIRKTIVSKAKFDIKYEKYVGDKNQLLVEGDHNSARPPFFYDSASIFFHNALLSAEE
QEETMKVAEALEGTSSGGDSYRSPRVVPDVSADYDPSMEDMEDEMLRQALLLSLQDCTSPYEILYVLFNLEPTSVPKHST
TTITIMTAAPAKVSLTAAYPSATDDTSKPSTLTYSGPAVDIGSSKAPAYHTLVRDLLAVGATQHTYVLNPYAAGAHLRAH
TAADVFTSRFVGTAANGHNLWLPQGLGTITEERYKFALYEGEFVNGFRQGFGKAPIFVPNTCSSGVAFVGTYRGQWDHGH
RHGFGEQVDHLAGTTFSGEWRYDRKHGRGEEVYADGSRYVGLWANGQRHGPGRLHLAEGGSAARDYAHGSPVTLQSAGAV
GEGSALESWLAEAKEKLARVIEEVESSIPATTAGLSGVSGKVGLLDRKQLAQFKEKDIPSFAQQLSHLAGGPVELVVETG
SFLAGPQSKVAVTLLIEGQSQFLLAPLLKGVASVCAEDAAARDTFRASIGKLTVRHDPTAREVTHTLSNKEWTVAGNFED
PSEVILPNKLLARRLVADIDARNTHGDTALHYASRKGHQEIVRLLVAHGASPAAESQFGTPGQVASESRQDHITELLRSL
ARHQTDGDDDNDDHDLQRLGLWSLPPEVVVHALSFVANARDLCSVSLTCRALAAISRDDGLWKPLGHPSWADHQVAEEGG
WKGAYMKWLRAAMAQKRKPASPAPLPPAGGQQQTTNYDLLAKVVMLGITGVGKTSVLHRYTKGTMTVNSLPTIGSDFFNQ
LVTWNGARIKMQLWDIAGPERFTSVTPIYYRGAKGLVLVYDIADLSSFNATAGFLQEIQWHAPEDVSVVLVGNKTDLAPD
KRVVTEQMGRQRAEEWGARFCECSAKAGEGVTDAFEMVIAGIMGGWQYVSGMATPAHVPSDALLAQLFPTPTTATAASFS
SPGGNGTETQQQRYFTQRGGKPKEMSELLWGLAHQHGDDGGDQQRLGLWSLPAEVLVHALSFVANARDLCSVSLTCQALA
AISRVDALWKPLGHPSWADRHVTTRPAALSPRRAEPERRSTPTNYDEQIKIVVLGLPLAVLFNLEPTPVPKHSTITITIM
TAAPAKDEVEERKAAGKLLDILLDAGVDPNVPTTSGEVR                                         
>Acas_g12610                                                                    
MFAASAFSAAARRGHDEVARLLVAHGASRAVEGRFGTSAQAAIEFEQHHIVERLRSLALRNENGAQQLVLHSLPPEVVVH
VLSFVANADDLCSLSMASRALAAVSRDDALWKPLGHPSWADHHGLRSVGSFYSHTSVVLTATTGVYSAQVLMQGDFGVGK
SAILRRYVQGAFEVARTPSVTQFERRHVEWHDNRIELHLWDPSGRERFRSISPIVFHNAHGAVVVYDIADRSTFDCVTLW
MEEIRRKGPEGMAVVLAGNKADLASTKRAVTEREGRRKAEELGAWFCECSAKTGEGVAHVFDLLADRLLMSGWQRVAHMA
TPAHVPSEYILARLFPHVVTPSGPPAPPTTSSDPNQTPIKQ                                       
>Acas_g12634                                                                    
MHAADEGLVGIGDLPAEVLLHALSFVSPADLGRAEVVSAEWHQLVRDDEPTWRAVYSSFFGGPANGKETWRTLCVKAVKR
VRQTCARSDCTPEARTLDLLKWACVCGHHRFCVQMFADGRIGPETLEHEASVVFPLHLAVQSGSPETVEALLGAGFNVQR
RNATGASAIGLAAQKGMLEIVELLLRYGADTGEIDKLAQSERPAAKPRKAKGKNAISLLHQAAAGGLTSIVNVLVERVEG
EEQRREYVNMSDGRTGNTPLHYAAEKGRQSMVRCLVQLGADVNRVNEISRMVPLHLAVSNKHAPTVRLLLELGAKNANEH
RPGKRAVASPFHMACERQSAEMVDIFLELGAASIEMADPHGATPLLVAVAAAASNHAFVQHLLGLGANPHAAYGNGRNAL
SCVLQRTADYFSGSFGSPDSASDTVLMEMIELLLARGVVLPPRDTSCMQNAARSSPEVIDFLLSKGVHIDARTPGERPAL
HELLSWRYDREAVLPRLEFLFERGADPNARGYEEETACFVVRNEKDLLSFLVLGADPAKCVEAEGLDPYRWLMHTTLQYS
GVPAKITPEWLALVAELGVPIDTESPLPPPGPRSPDADADAPEVTGSEQ                               
>Acas_g12663                                                                    
MEVKPPRSASPRQRAKAVANQKALAKKELDEELQLLRDPMALASAGLLLTCIQDNSRSTSPTVGGGCIIFSLDELPLNTS
WQTLAGHYLCRVADTKINYFVGPAHQSLLGAEVYGIDVRPLAKTIEYLPQDLLVRILVFLPTADYVACRLVSPFWRKVIT
EHVMSSQVATKLNESITRFMQNHFARLPTELVLHIFTFLRAKDICRVSQACFTFWSLVDHNEDRLWEALFQRRWVHSRDK



LMDAYGCSSRKLFYILNDRLLRAKCLLGHHKELLAEYAEHVPRGQATPVVKGQVTTADSSPDNESTATPAEQPEARPEQT
EGGGKPDEALMVAAERWGVSRVESKHPESAEFLRYTLREIDQRHFSTTGLAARSPRVNANVLVIGPKAIGKSSFVMKALA
DRFESNGDQLDLDQYTILHHLTHAFRYADSVGVLIGAGLVPARASSFPINAIDLNIRVFTLCRIPDYNDLFNVAAVVVAY
DISSNHGLSEALRWAKEARREGRHNLVLAAVGLRKDLVTRKRDDTAAAKQVAIGVRVTLYAEYSALQASSRTLTKFFGRI
ARRVAEYPELWVAPINVPTHPPHQ                                                        
>Acas_g12709                                                                    
MNHHHHRATRECCCIPGGDDCCSSSSGLYIDGTYANETLPYEVLLHIFGHLSMKELGVVCVVCKFWKEASEADCLWKSIT
LSLWGGLGLRDVQRAAAATTTSTSTTTKDTGARSSSSSSSVASTTTTTSSSSSCPSSPSSSSSSALRPASSPFSSPKPSR
RRGLLGLLSGSGSGFHTSGGDEIGSGGSGEAQATSDKGAKSRSSSVELQHHNSGNGASAEAQADSAAASTSASDYLSSFS
TLKDLYRHEFERRQRRGEDEYRIVVVGASGVDKSAICVRFVQGSLMLTKYDPTAEESYRVRRKVDGLPCMYDIMDTAGQM
EYSALRDQYLKSGHGFLLVYSVTSPESFQALEKLRLQILRIKEDSTVPIVFLGSHADRESQRQVSQDEALFLAEKLNCGW
LECSAKTGQNVNDAFELIVRMINRWRALHPAWNTPKSRQEATIKNRVKKKILFWRENNRT                    
>Acas_g12732                                                                    
MMMEGQDMTLALPDELLSEVIRKLRKTEWLCAAVLVNRRWHGLASYWRLWRTPFRARFPAASLPAPPHPAQHPHTTTCHP
TWPGPDVGLATGRGRSASCLGGHCGPDIVVRGSAVLSHNHNNNGNVVEWRAELVANARRVHERWMTNQRNLLWSHDVPSL
YKPSRESSRVAPRDGKVCFARIAIESYQMSYVLVLYANGKRDYVDDDVDDDGAVNVGVDLVKTLMDVRTLDDIKTVAVDS
TRQFEVLSVDPVSQLACLAGPLGLSCVDHRVGSQVGQVGWDEDSSVHFLGLGGRTNPNQLCVVGHRRAALWDLRKLGQQL
DCLEPAHAATKYRCAALHDGTLLLTETTAQEHTFHSFDLAGGVLTPSSPFPSHHFLSRTLMGAAQAPFRVQFDRYKWVLG
LGDSWAVVDRRSGRVSESFPLAAPAAKASSSGSGGGRGGPYDLVYHNDTLVTSTSSHLMLWDYFTEESMGCGQWA     
>Acas_g12758                                                                    
MEEALTKAIIEGDEHRLHTLLQGTPESESKGGHDDDAEVVSKSQPNAEPEEQELWPLLAAVKCRKPEVVRMLVEAHHVRS
RRDARGRSELHALAESQRGPFPPLPVRFRYHFFIGSTCSWGAGDQESGIAAANTRRSKWAAKWDQSVRELLKRPPAPTAE
VGMWQVLMSAGALPFQGNEFGATPFHIACSRGNWPAVRYLLGLKPHELLGPAVGLANDSTLNNGGSGPTGNRGGDAVAAA
MNQRDENGETGLHWAARSGRRDVVALLLAHPAIVTTIEGNNGTPAQVAQDSGHHDIARMIDATAFTVSPLMAMPWEVLIH
VLSFLDPFDLCVAAQVCSGMNEIASDDALWRRFCGDTTCCGNEDTNSGDEDVGGGRVWKPRFSRAKPVAVSLKRCHRRRL
GSDAISSYIPTIGVDFANKKISVPGHADAHNMQLWDTAGQMRFIVITSAYFRGAHGFLLVYNVESAESLASIKDAWMPKI
RETADGRTRPMILVGVVHSVERRKARQVSEAEAWAVAREIGAFSHVEITLTSGAGASREVDRLFEQLICATVGQYDPFAL
MRDAAAQTWH                                                                      
>Acas_g12845                                                                    
MQSSEGTNRPLPMSVLNINDLPDETLLGVLQCLPPHELLTAELVCQRWRGVATDHGNVLWRPLFDSSPYSRWWLPFRPSH
DFTTLKAESMESKQQKNNKKVIDYKWEYLIKSRCTERWLKFASFRRVSRGLRDHGDDYGGVVKWSRNETAAGGLGPDRIA
IRAVLVGGGSVGCHTLSSALGKLFPGACVSLDQGMDVLTNPLSRVQLVITRDEEVEAEALLAYRREVAGTPFTFGPLPLE
VELEVADIFSVEGRCELVRNELFESARPTVVLAAFSLENFRSFNELRDKVLPALGAKDYVECSILTREGLGSVLGATAEL
GVRHMLQFFARTDLESRPTGLRWAGEEDDQTEVHETIRCNGCGTCFQGKTHNPDHTFKLWHTKKRRLIKRHTHRSTSFRE
GFRHRSSFTEDEEGEEEGEAGKAEASEETAPLADLMEAAEAQGRNEAAAAEEVRREKEEIKKKGSESFKKTGLGDSWKES
VEDIFRMFSKSPESKGAKRKRASPPDDTVVSATTSASSSPPPSSSPAAVKKARTDSGEEK                    
>Acas_g12848                                                                    
MRGGKRSPLVQAHGQRHATATRQWCATTVLAEAPPCASTAASATYGRPLDDLFLFAFLKGEWRAVKKAKATPVGRHSHTA
VVWRDSMFVFGGATADPTGVPSGQLLEFNFRKAAWSEVKTKGDQPKPRWGHSAVLVVAPQHQQQGAATDGEEDGASMWVF
GGFTTTGVDNDLFRFHFRTKTWERVSAAGDGAVEGPSARHLHSAVVSPDGENMVVVGGFSGSGSVNFADAWSFHFGTRKW
RELEVPASFAGRRGHRAAVVEPSTGGGVMVVHGGRDKAGPLADLHLFRFGTEGGEGAYFYDFAADGNEDLTAGGKAARRT
KRAVDFINVLPAEISLHILSFLPSADVGATLPRVSKAWQRFVEDDALWRDAVSTFVQDLAQRKIGHVDSSAQNQKTGCKA
QLKQALESNPPVPYNDKRGKKDAGEIKAVVIGAGGVGKSALTIMFIQNHFIEEYDPTIEDSYRKQFLVNDYVVLMDILDT
AGPEEFSAMREQWVRTGTAFMMVYSVTNRASFEEIEHHQWELILRVKDTETFSAILVGNKSDVDTHPVYDWNRKAAEREV
THAEGAALARKLSVASGRPVPFIETSAKLNINVTTAFAGLSLLHHTRPSLLASLITPL                      
>Acas_g12872                                                                    
MQSSGGGNLHGGQRKRARNPVAGLPRPSAKQNHHAAEDEEEEEEDEAPLALTDKDIPPHPYGVKPEGNRLVDMLAADFVP
ARGVGLGWFAHLPDNLIFVIFQEVGFRELVQLSMTSRAFYVLANYDELWKYLTVETFQGDWRFVETWKQTFIARYAPAWP
LLGRERPIKVKYFYSTLLHHSWCLLTCDLTKWTRVDNIDRRSGLSIEQFIAEYEIPNNPVVLTDVVPNWPCYKKWSKDGM
IKEYGDMDVNINQGISMKLKDYFTYSGQAVEENPMYLFDSEFGEKRPAMLEDYSIPKYFTEDYFAYLEEPERPSFRWILV
GPTRSGATFHKDPNHTSAWNGLLWGLKKWLLYPPNVVPPGTFPSEDEWEVTTPISIVEWFYNFYQETDKPGKKKAKTSEQ
HQDGQPDAQRPIECLLRPGDMIFIPNGWWHTVLNLEESVAVTQNYVGRHNVKNVLEFLRRKENQTLFNELIGKLRERQPQ
VLAEIEAAWAKEEQDRREREKKREESCFWSKLKTAPAPDATAPSATDDTSAAAGGFSFSFNFN                 
>Acas_g12880                                                                    
MELPDELVLAVLSHIDPLRDTAAVTATCRRWRRFMFDPHLWRQFHLRVFPTRWQPPLDEDHATDATLGPVVSPAGGVQSW
RLSFVAKASRLKQALNDDKARSDYEGLEWDLVAAANAGCLPLVRRYAADLSDLLVRRGLGAESLATLTCHNHHPVHWKRV
EGNLLHLALCGACAAHSAPTAKSPLVDAAASHNVEFAAMLLDRGADPNADDPLLAAAREGDMAMIEMLLRRRARPDGSAI
IAAAQGGHTDAVKLLFDRGCNLKHLYKPLEAAVRNGHVDTARLLIDHGAVPDIFHVAFALSDAERPSMELLRLLASGINP
SCSYDLLSGSPVVAAGNEEVCRFLVEHGVNINVLNEAPFRMVETPLHCAVRNKNVAHVRCLLACGAATDIKDEETKVTAL
SMARQFGLTEIAQLIVKHRAAAKQKKSENDSKKNEAKKRKSPEPKSEDSEESEDEEEDAQPANRKKAKKTTVTTKAKKEK
VKKEVSSEKQEELALEADNEVKVSAYSFDWGHQDRIQTTRGHKRL                                   
>Acas_g13012                                                                    



MSILRKLRTSSRHGIKEENEYAPGELFEAVRWAFGPDFALDASPPAHVTNCQRLVEAWRAARAASPSDKESSRRAEAAAA
EFRAWLEVWEHGRHSDWERLPLEVMEMIFTWLPGDELQHLLATRLVCRAWHEVTSEANQPFWRRLFVAHRQLDDSKARQQ
QSDKKEARRQEYLKLLQIAMRQDEDEDEDGGSSSNNNRQEEEEEEEVCWKRRYFEVLHGVDMSEYEEYETKGFRTKLING
PRPGKSRPNYGRSSSSSSSPSSSAKQRKRELERQQRRDRRSRYQARANAQGRAAKRDASW                    
>Acas_g13025                                                                    
MADEDHPTEDYSVWGLLPVEVTLQVFSWLDWSDLSRAELVCRRWHATINPASPPGDFLWRTVHEARFGRVQVGPTNRELR
LRKKLRDGNNDWRSSCLRCERTRTQHRDHQSARGQDHPSWWAVWSGSEPTVDLVTRHAGVVPATITRAFLLGSPVAVVDI
LVRRLLGAAAASESEADASLWRIHQLDEVLAQTKASRLERLARSSSELFLMAAEGGHTGLMAFLLGRGSQATRQQLLQAT
NCKGNTAFLEACDSRRSEVFALLLPMLSEEQVRETTGFGAMSALGLAARRGDVAMAQRQDLLARGL              
>Acas_g13028                                                                    
MMMRSLSSSIKRKTKKKLFSSKKKGGSARGDRRQGTADAVEEGADDPATVAGQSYVDSAAFFGLARSGDGSYESLERAKE
EGKAFELQNMEEVRQAHVERDMLKAMGPVALAFQNEIQMEARPATPNTSANDLLLGSAEPAAATTTTTTTTEEKGKEKPG
EAEALQHIVYGDADYYVLLVLTHLPREVLYRIFSFLQPMDLLNVGQTCTLLKEVSEDEYLWRALYYESDPLLRPALMLCD
EEEVEVRVSDDPPSASPEMLLRRVMTSRNVGRIDGPYASRSARFWGSYLNILGDTPWKERKRNTITLYRGTYRYPIRCVF
PKKSLLDQRLPPSFLRMMPKTGSYFRVEYYASVVLGLPFPHSNVMSMKHNILLHNSKRMDRKLKTRVERVAGSPAHEAVE
KRFLMKADRRARFEAHLDKTFFYLDEESITITCNIDNRCSKSRVHAVSVTVLEILGESQVCREIVKRGAGGVGRWQLVAD
NQRGIRPNGDDDNQNDDNNDDNDEGQQQRRGDDGDQDEADGEEMELHEEGDNEYDEGEEGDRLGEESTEGSSPEVEERPA
WAGRRRGSLGSSGGASSAAPPLPGRRRNSIAGGEQSSSSSSSSSSSTPSQTHDVIRRSSLGGAGASVAADPQAFMQRRRN
SLAGEPGATRREPVSNNNSGGASSRYPEMGRRLGEKRIYHVQVDAGEMLRGVELTYPVRWGDVLGESLFNTATFHQTYLL
VVSFHMSFGRIDPRRADPHLPHQAMLMWVDMPFAELCKRAAAMGFEGLEVACGGDHLDVQRAADDPAYATAQRYTAAAHG
LQIVAISNHLVGQAVCDRIDERHRAILPARVWGDGDPEGVRQRAAEEMRLTARAAVNVGVTVVTGFTGSSIWHLAYSFPP
VPPAWIDEGYNDFAKRWRPILDAFDQLGVDFALEVHPTEIAFDVASTERALAAIERHPRFCFNFDPSHFVYQNVDYVLFV
RKFGDRIRNVHMKDCYVSPTPTEVGTYGGHVAFGDHRRSWNFRSLGRGSVKFEEIIRALNDVGYAGALSVEWEDTGMDRE
HGAAESCRFVKQINFKPSAFAFDAQFNHHQPTTAGPQ                                           
>Acas_g13084                                                                    
MDAQEQEQDSGPLTVVLGCWTVVLAQVPPEGGGGHPTLKVDVRLGKGLGQASPAQVLFRRVVEDEELAGPSCVKAKEATS
PVVEREEGVDHHGETVRAEPTITPTIATQRADDAALSGLHINDLPQEVQQHILSFLGPADLVLRAGLTSQHWRRLTEDAA
MWRALHAKIFGGPPVPATRLKMSGRAPVSWFQSFRYLFKGQRNAQSEQQQALAAKRDALQAALAHEQRQWELRKRKHENS
LSIITDALNSQYAQESLRHACKYGSIVVVRRILEESRDLLNASLNFRSQTALTIAARYAQLLLDHGAGQHVNVVSGTGTR
VSLPLHVAVTKGHHEMVKLLLAHGARPPPPVASGEGCWLKLVVFLISLQGLYNFLHESDAPLDESIR             
>Acas_g13085                                                                    
MALVHDNAAKDAFVAHRAAQELYRLGCKGQTVQLSSYAASLNGDNIADSSVGVGALMKIVERLMSYFQSFYNLEEDLQKR
EELRKFNTLAPFMRLPPEIIFHVLSFLSAKDLALVQLSCSALARYVCDEWLWKRLCERDFTPIKNALAGYFGKNWRWVYR
SKVVIFKGRGQIKDGDVGTLITKDGRYEGEWKNGELNGYGFLVSSVGNIIEGQWKSGMGHGFGRVSYANGDLYAGQWTDG
GVTGKGVCYFMEGTVYKGDWKDNAVHGRGSCWFSDGNKYDGGWKLGKKDGPGVFYWKNGATWKGVWKNNKPEGKGKHYCP
VTNETTIADWQTEFACCADAEAKKDLHSDIPAPITPHQVA                                        
>Acas_g13209                                                                    
MLSAMQRRQGPEDISTSAAGVPSSSTGAAPSAGGGGDVSFWSSLSVVDSLFSDDPPTRLGQTMSADHAGAFGGAPSSSAS
NGGWPSSMSLSTSSAPTHQSHLLHALGGGAQGQGQGHLHQMGGSHGALGLQRSSFDEGSFYSSPSASLFSSSPILSPPTS
PAIHSLIYSSEEDHHDVRSLGGLGLHQQHLNNNHHLSHHHQQQQHLQGGAGAYAGGGFHSNGLHSTNGVVTRKHNYSLYS
NGGAAGSPSSVQSAGGKYSNARPGSSGLPNGAGHKHSGNFGNGYASSGGGGGYQQQQQQQQFQYAGSGHYPTSGGGYHGG
GGGSAGGHFRASPPRSQPIHAPGPRGSSGLGGSGGYPASSPPARLRNNGGLGSMPRSSPPRSQHSYLSTALKGSNNGGVQ
QQGKQQYGSGNIPSISLYAAPTDGNNICFDDEVVALSPRGSASAVLQSPRLSSSPLLHGSGSQPIQISRSQQGQAGGSMG
PRSPSAPSAFVVSTSPISSQLGSLKIDEANETSGLLLLPSTTLLRIFSYLSGSDLGHLEQVCKRRMAYLANDDGLWKDLY
LRRYKLLESAEGAMLPPTPVDPTIGDEDSESDEWAWIYSLLQQNERWKDIFKTRFSAEQWRIGSLKMFNGCWGFISQTPN
PGQLPEQTLDIFFHRKDIAPDGEWYEDWWLKDTPGVSRSQKCGYWDTFLCGRIVRYKQRAAYAQGRRPQACNISFVGEER
RDPITGEPLPALHDAKIAQRSLAAARFG                                                    
>Acas_g13269                                                                    
MDEPQGGGDHSRRVSGPRTPPARGRKLTVMTVTATATMMSRDATRQVWSLEGETPITLLAELPEEVLLAVLALLDGRDLT
SVTAVSSSFRRLALEDSNPQRKQMGHTWREHFIVENTPHPHRLKQIREMACQVSFVPKPQTYKKPTTILFFGEEASGRRS
LIDRLLYDTFEEELIIQPGRYFPPDIKCCLVNETALIPVRFTRHGHESFPGQYNLWRGADAAVLVCDLTNEKSIQNLLLW
LGEAERYFTKPRIFVVGNKSDVHSDMHIQSSAEIVALLDDWRWQHSGVFLGEYIEVSAKTGRNVDLALKYVVAALAHVNA
TEASSLQHTSYSDFERLHSSAGPVMQKAKKRSSCLVS                                           
>Acas_g13297                                                                    
MLQFLDFNSASTTAATADCLGAPRPQNVKKRKKEETSEATIAAPSRLREEGDEDDQGEGATAELELREDRKEKRERRHTR
LSGAGAPPAVLLCSASPSRPGSVEDVGEAEEEEEEDLGESSSTASTLAAAQVAAAAAATLEGIPTEVLYLILGHLPPHEL
CRVALVCQRWHEAVADDFLWQRIHSALIAPCEQQSATASAAAADGEVSAPPAGRVWRQRCVEVACALQKYFGLELGQEAD
FTLSLSLTETKKIERVYPNLLWAVNYGYARIVERLLARMVALCPSAKPTSGGVVASLVNYKWRNTIFPNYNYPEWFEATL
YESIVRYNDSLLHVAARKGFTMIVQLLLANGAAPDPPAVLRILISHKAAVDSVNTIGGTPFHRAVLEGQVEAAAFLLSCG
VLRQWEDLTDQSDESGYTPLMLACKSGSVDMARLLRRVQVSAGGPERAANLSNAVALSRASNHAEALLALFPAEALRDDA
AEAPPHDPHLE                                                                     
>Acas_g13322                                                                    



MWAPNLDEAGRRDAFATQLDFSQLPNEVAEHVLSYLGVADLYEGALVCRQWWAIIAALPAWTEAAQQSLGGRRVPRRLAT
TQQIYKIVMVGPGGGGRNAFVHYRKEIEVDGVMATLEITVTAGQEEFQALLEPVLRGCDGVLALYSVTNEGHLGQVEDSL
RLVRQTKETDDRDAPPIILLGNKLDLSTERAIVPAQGKQLADQFAVYSRSIASDNKTAKQKNKNKNKKTTTIKNDDGQCF
RFVRNFFECSVKENYVIDYHPRFFATAHDATRWSSGHGVQPPAEAKGLWTVHRDQMTVVFEEMVRQIDAWRHAKQLRPSS
SEGDAKDKKCLVS                                                                   
>Acas_g13343                                                                    
MDLPEELLVSVLSHLALADLCRTAAACRTLRRVATDDRLLWRARCLDRFGPEALEARAEGSSWEQHWATLLDHHRRGCEL
FNQNLGIDYLVEHRVLRAEPQAIADFLSKTPGLYKKSIGWTLGRRAKDCSKEEETILDDVDAPELEMDFYSSVAQLYMSG
IDFHDLTVDEALRQLLLRVKLPGSSQFIRRILKDFAMAYYKQNKVEAERLFKNAEGPYIAAYSILMLNTDLHNPRVSRKM
KKNEFQEHFSAMLPGLPREYIEGVYDRIRAVELRVADEDSVSGSSPASASISAATTARTGSDDADTQGKGLKGFFSRFF 
>Acas_g13373                                                                    
MEQEEGFLQHLSDEVLLMIIKCAYDAHDVVLAEAQHRWPPVAEPGALVEVMSAVGLVSRRWRRVACDPTLWRQRHDIVFG
GAPFPHLQPPFPHIAWRQAYLAKAKRWWCVRNSPVALQDGCHPPILFAVVEGAPALLDRLLLREKPDTVAEDLSRLSAQN
LVQANSLEVALKVLQAREARGGERDYEEWRQPSGLLTLGTAMQLAAREGREQVVRYFVDNELALAHDPVANAQGQSVVLA
ASRGHAKTVEALLEGYPPDLFDVDDDDDDKTRAQQGAVRRKWSGRLLSSRWMRTAAETSPALAIELGWLLMAKGFFIDSG
CPLNAIQIAAQEDAKSVSLVNCLLSMGANPKARGSPGSAPPEVLAGLKGNTAIIDALSAAAASGVTPAMVTSSTTLKKTT
EHEEVVPDAGKKRKAPRPPDDADDDEEAGGGDGGATSVKRRRTEGNEVRRMAELIREWVAERWSQVTAHDWIPHHFTTFY
LRAQLHQCGLQPQGDERVELMRQLAEHIATTRHERQAALLDEEPVVYPRVEVPGPFQLWA                    
>Acas_g13393                                                                    
MEGRVNESDEVAAYRHHDDDEDYDEEEVAGLYWLPAELWAMVCEYLGTGDLARLSTTCWTLRSHALAKGQYSGIRETAGW
FDNLPKRLPHLRLLNLTKLWGGANPQCLEVMQESNVRVIFHPPTYQLRPAPPEPAQPAPDPVPREQDPKWVDFVKLCAEE
QRRITWHDLPVEDDDHDDCDNKGNQGDAAYDDEQDGNEDDEQGSLLFMGF                              
>Acas_g13435                                                                    
MMEFVATEAAFPALPSHLVAGSAYADLPAHPLGVRPLPSGARRLGHLHSHHGHGHGHGSSDAHADDGDEESPEDEESPEQ
DDEDEDEDEGADEEEEDEEEEEVEVDDECRKSGLGAFAELDDGTLFLILQQLPQEDLLTLSLVSRAFYAFAEDDQLWKNF
VLHRGVGNCSDRDMEDFCYKVPQFPTDVVSCVLVHRNVEAHGVDEEGPTCR                             
>Acas_g13489                                                                    
MDGKQFLIEMEASEVESQLESALPRELVLGEPFLLLHILSFLPAADLGRATLVCRHFYAVGAQDGDYLWRNLLAQDRKLE
DWRDVRRKETARAYVTNDRLFARAWQSGDLQVVTLSGHKICKLESCGPFLIGFKMVERTSPEIMVWDFFRERQGPVAPLG
LPGGSRLQFVGSPVPLHIIPSLNPPVHLRVERKRRRDDMEADDVESEVQHLVVGTFHTNLYHSLRNDWPTTPIALTRSNT
SYQPYEGEEDKHIVEPYPLETNKVVLNSCQFTEFPSASYQPYEGEEDKHIVDPYPLETNKVVLNSCQFTEFPSELVATLP
RHSRWTSKPVLHHLDLRFNKITAIPDSVFQRLSNIRVLILSNNRFASYPTAITHLKDTLEFLDIGDNNIPIIPPVIAALT
NLTFLRLSKNPINESPLPDQLGLLTKLQNLRLYKTGISEVPPCVTRLVNLMELDFGECNLRELPEGITALTKLRILRLDN
NKLNHLPEHLFDALDLTELTSADNLGISTAGVEERMRDAVKRHSEERVDREIKGEFDYSDESNYYQGIRVYDLATGAALR
TFGRRGDYLYHVTRQLPCYVTPTPANAGPPPLPAAQLVFNRSSSSTSLSSSGDGGQRPSALLATTGSIEGGATFWDALQG
RALHMFTPHTPPESDTDEEPQLQSHSPKIPPLILTFNIDELLILYDQTTFSVYNLATSTMLHERVCVVETPADTEQTSTT
ARQLIKTMRALDGVIFVHLKNPNRYALYDPRTAKLLLQLRDDCPARHWVPIKNKDVPKGRVVLRSRSNVEMWDLFDTAAG
GRKVLSYEGHRDVVYCLVQTGDLVQLFALPLPPVTWCNSLPSLCRIPVSGA                             
>Acas_g13581                                                                    
MELAEHAEEHSVLRLPVEVVLEVFRWLGPESLLRAEAACRQWRAITGPGSPHGTALWRTWYEQHFGGPMPAEMKALTKLQ
PKPEASWRTWCLSCLRTRRRLAGRARRRCLLEWILACGHHAALRRLVAPASPDRGVVTRLLAGGWAEPGERRTLPLMLAV
LKGRDPRTIELVVELGIEVEWCVVLKAARAGAGEALFRAMARREELMMWSEPSVGGALEQAFSRSGGSMEAAFHAACEGN
QGELVLYLLGQCADDNRRREVVASPYKGRTAFERACVYGWTSAFHALLPLLSPADLRRPSALDGWSPLMLALRCGDVEMA
RTLLDLGVPPDLDEGCSSSPLDVACRSSQSPNKIALVMLLLDYGADVDEPDLLEMVCGSRSRLADEAACLLVAHGARGSN
PQTIDPQGLWTACVEKVLHRRDLSPTLLSCLLDHGAVIRAGYLTELVGESRYTSYERKLEVVKLLLARQPDMVRGPLWGA
LLDALLEGNCRYNNRTRFIRDVLGRLFAYGAELPAAVKKGSAPRERKWNLTPHVQELLIAHGMPPPPATTTPAHHHAKPP
PPQQQQGRGTKKSNGMRSQLH                                                           
>Acas_g13715                                                                    
NKEWRRSEFKKNKPAPAPRFQHSAVYSRARDRMFVFGGQGDKNAVMADLWSFDFKKCKWEQLGGTPQAPGDAAKQKDSSS
KPLAASQGPRPDARYGHVALCDAQGENMVVMGGFNKQEAFADIWQFHFATGKWKKWEVRGTAPRGMVFHAATWIDELTLF
TFGGRDGQSQFFDDAKYHEVLLLIFSYLRNDVTSLCQAACACRRWNMMITLENTLWVDAVQAIPQLAWRNLHQFRDVPGG
MRGVLADEARERRELMERLGNVHADYLKHAHQSRSTGLLAGLKGGPMRNIKLVVVGDGAVGKTSTMISYTTNSFPHEYIP
TVFDNYSANLVVHGVPINLGLWDTAGPEDYDRLRPLSYPQTDVFLVCFSLTHRCSFENVRSKWVPEIAHHCPGTPFILAG
TKLDLLSGESESSVSTLKVLADKKMPPVSFEEGTKMAQELGATGFISYSSLTQTNLKLLFDECIKAALRGGPGPAPQAGR
GGCIMS                                                                          
>Acas_g13979                                                                    
MNVEELPEEMLQHIFLALDHPKHLPRAALVCRVSNDPTVQRMWWGNHPMRLRFNDTTTHRHCRSPLGCTLNPAQLFAGCL
ITNLTDGYYCNLRFTGTRAEEPVEQEPRQTIYR                                               
>Acas_g14000                                                                    
MVCHVLRWLSVAELGRAQLVCRQWRDLIRGAKRCDDHDHSSGADHVLKDSIADDLWRAAFLQTWPLPSLELAPTSELGSG
NHTSEEEDDDDDDSKPSVRLADEEEDDAGGCAGGTDNDALLGGCRWMQIARERWILQKK                     
>Acas_g14103                                                                    



MGLRPLLAAVKCNNMVMAGLLIDHGAHVHQQNCKRSELHALAETQKGPYPDLPATVGARWVNTVQRWAMPSPEVKFWQLL
LDIGAGPNWPDRHGMTPFHVACARGNWPVVQFLLQGKHVSDVDKADEQGETALHYAARYVAGDGWSEVGQHGAKMGHAFA
RGQVLAAAPGFHVACARGNWPVVQFLLQGKQVSDVDKADEQGETALHYAARYGHAAVVSLLLSSRADTRLISKHGNAAEV
ARAAGHVAVAELIESWSYRACPLLFMPFGALVHLMALLEPHDLCSVAQTCSTLNEVSSDDHVWRRFCNARWSSDDKGYEG
KQWKARHMAWLQPRLKQYATSKARGFTGAAASARPSTHQSEDYDHLFKFNLIGDSGAGKTYLHTRFLPKFHRHHSSTIGV
EFG                                                                             
>Acas_g14134                                                                    
MMQVDLLASVLAAYFARPDSNFATCVRRIVRAELHLLHPSTGEDGEENENDITIPIDTRGRSDSTNAADLHYTSPPPTAT
STASTPPPRRNLESSFVAATVAAATTPNKAAESPSPTSGTLSDADYDDSFFCSVDLESLVAAATAGRGDHLPSPILPNSD
GFDVDVDVAAPARDPAASPMTPPRAVANNSPPGIGPAAACVAEAEGPLPGLGLSPSTPIRGLMTSSPLRSVQTSSAFSPA
NGALSFRPSLVMAATPTTTTTFAAAQDRLPPPPPVIDISSSPAASPARAEKSEDDNENENEYEENEEEEDEGVVEEEKGD
EEDERKEEEDFGFSENDELDDDDDDDEDDGADQAQEGKGSLMDELFPEDAQQKRRREEKERRQQWLRNFHPPGVPIPVLP
PEIIRYIGSFLERRMESYARFASVCKYWRSVATEGEEWERRYAQSFGGPFPRLLWEKYENSSYLNDSLMETQEGGTDDGV
ATPKTTILPRNKWYQAFLWTYRQHRAIVGRYKRTKAKANQRKRSGRQERRERDELDRILLDWAAKHGHTVIVHKVIRAVA
QKAQPANTGVERYLLRHNPHLNSPLHMAVENGHEEVVHMLLEEGEFSVRKYQLRCRPMLMACQFGRLSIAKLLVQYAAAK
>Acas_g14240                                                                    
MDELPPEVWQCMFQHLLEGVGPQRSLLEALSCAAVCRRWRAMAHAGVGGELDLFPWRKALGDAQVAQVAGRFVHLTALSV
SRCPGVTDACLHAIASSECRTSLTRLELLACEQLGSDGAMQQLLTQCTRLRNLTITNSSLVKTLGLVAARLPGQPVTWIP
PLVLQALKYLPPLVF                                                                 
>Acas_g14273                                                                    
MNVEDLPEEMLQQVFLALGQPSHLPTVALVCRRWYRVSVDYSVQRLWWGHHPIRLHRPLRHRCRTALACGLTHDVAALFG
DHLIHIPAPVQMTHSRVDSYERPPTPYFTCLTGVYT                                            
>Acas_g14293                                                                    
MEHAEEHSVWLRLPVEVVLEVFRWLGPESLLRAEAACSQWRAITGPGSPHGTALWRSWYEQHFGGPMPAEMKALTKLQPK
PEASWRTWCLSCLRTRRRLAGRARRRRLLEWILACGHHAALRRLVAPPSPDRGVVTRLLAGGWAEPGERRTLPLMLAVLK
GRDPRTIELVVELGVEVEWCVVLKAARAGAGEALFRAMARREELMWFEPSVGGALEQAFSRSGGSMEAAFHAACASSLAA
GRTRM                                                                           
>Acas_g14300                                                                    
MHRSEPPAESCWPHGTLGVLPDECVVQVLVWVARPRDVVAVAQTCRRLYALAHDDHLWHLLFALHVPSDNAQPERVLCYS
YADPFALRVVHDGGTSTDVGGGTRPSQARRRYLSNSCGLGREMDSTTQFTVEPISSRPQKPCHAHKRHPVIDGEPLQLRL
SPRWAKGPPPGGRWAIEQSQSAPLHQQDHDQTHEEDNHHQPRQQRLLLFDSVVRLRWVPTTTATTSDEAQSSTTATAARP
GQYLTLAPEGGQPLVGCTVRVTDEPALATLFRLQPWEDGTTRRPRENQPQGSSEEEMYDDGFGLW               
>Acas_g14387                                                                    
MDVLWRDEYEDEGEGVEAREEEEPVADAAHDTYEEEEDEGGEAVHEVLPLEVMQHIVSMLDPTSLARAESVCRAWHSACA
SPFVWETVFRRHFSSRPAASVGWRERCVKAAIALRRLYSQSCTSHEQRLRDIIKWCCSCGHDLVLRDLLATEGARVSLDL
LNGCQPVSVDQYGNSRHTNDGRGRPVFLAANVGSAPVLDILALAGADVNVIHNAATPVGVAAAKGFLDAVEVLLRHGAGG
DDFTRIIREQQSTTYTRKGVLPLFYQAATGGHTK                                              
>Acas_g14692                                                                    
MMAEGEEVVPAKCALELLPAEVWWHVLQQLEFGPLADVVRLAQVCRTFCALALGSETALEANTGAVASTAPPPFAPLRAA
AIAHQWRLLSRQRWRQPVRNVGPLGPSPLIQISTGIIGEALLASYVEQVAFEHDLLVPSAAATAGLGGLTLNHKIPPRAL
YGLGSHFRESDPGRSDQSVVARAVFADLEYLGMRTSKHPSSVLFDRSNCFHTTDNTLHGYWSQGHYLEGAESLDDVLDLV
RREAERADTLQAFQLFHDVA                                                            
>Acas_g14824                                                                    
MGNKFFRPKLSHEEAWGSFAVLPPELVLHILRFADAPSLCWAGGVNTTWRDCACDDALWSSILLNLVRQDPHDNEARGSA
EGGGGEEAELQAGLAITKSCKALVKEVTVLRKRASVEAGKYPERACLPQP                              
>Acas_g14841                                                                    
MSEQTSVWALPPELLLHVFKSLALRDLGVAAEVCSHWKLLAYDKTLWLPLDFSQDFWRQREDLNKAFPRIVDMVCSDVRL
SHIRPI                                                                          
>Acas_g14969                                                                    
TGLMVAVEARHVEMVELLLASGADPHHRSSVDGMHALHVLAEQGQHIHHSTPQEQEKPAGILLLQVLLEAGVDPNVPTSS
SSETVLHLMCLRGNIEGVRELLARRLVADIDARNAHGDTALHYGTHPPAPHSRSGCNREGNELTFSAAARKGHDEVVRLL
VAHGASPAAEGRFGTPAQAAIEFGQHHIAELLRSLARPTEDGAQQRLGLHSLPPEVVVHVLSFVANAHDLCSLSMASRAL
AAVSRDDVLWKPLGHPSWADHHIL                                                        
>Acas_g15102                                                                    
MASKDNNMFPLSLPIELQLGIWALLDRRSLCNASLVCHAWHDLSSDNHLWKEMCRREITEVEWTPRALARNHKSWKRHFG
VRLRAADPYLAALRRVVPQLLADARARGATTETVDICVKLYYDPSRDRRFIISKPLPHAI                    
>Acas_g15148                                                                    
MEELPDEVTLLMLAHIDPLRDTAAVSGTCRKWWRLMLDPHLWKGFHHRTFPTQLRVEDEKDEKDESALVGCLPLAEREVA
RLVAVHGVLSTLTYWPFGHKTPPTASLVSECLHRACLAGSVPLAQGTDVGGGRDFLRPAAQSGNLQLVSFILDRAGTKLK
PHFNEVFE                                                                        
>Acas_g15379                                                                    
WALPPELLLHVFKSLALRDLGVAAEVCSHWKLLAYDKTLWLPLDFSQDFWRQREDLNKAFPRIVDMVCSDVVELNLSYCD



HNLNESALLAISKCANLRWLSLAWCRQTTDEVLKTITHNCPNITHLDRTLPRS                           
>Acas_g15613                                                                    
MDAADEGLVGIGDLPAEVLLHALSFVSPADLGRAEVVSPEWHQLVRDDEPTWRAVYSSFFGGPANGRFTHPSV       
>Acas_g15741                                                                    
MEGAEVEAYGDEEVTGLFWLPAELWAMVCGYLDTGDLARLSTTCWTLRSLALSRVRHHTFTPLGLVTGQKSMRQALTFAS
SWPALVSLDLSAWDSFSDS                                                             
>Acas_g16267                                                                    
MDSLPPEVVQGVLVALGDGHQVASSCALVCRQWAALASDPALWKALVHRLLAHLPFQAPLSQVVADRWKEAYFALARRTK
HTTVALLGQSHGGKSTLFDLLRALHPLATDDLSKALPTIA                                        
>Acas_g16356                                                                    
MEELPDEVTLLMLAHIDPLRDTAAVSGTCRKWWRLMLYPHLWKGFHHRTFPTQLRVEDEKDEKDESGATRRPWRHSYLEK
ARHLKRLLDNPPANERGNQGRLLAAALVGCLPLAERQLERLVVAHGGDP                               
>Acas_g17691                                                                    
RHPCSPAIFSSLSSADLLRCALVSKEWLVLASMEAWWEELALNELETPGLVSVMLHERAELPHLTHGSWRELYWKYRRKE
ALTLQPARRRR                                                                     
>Acas_g18137                                                                    
MANHNIHKSFMHFCRATEASLSLPPELLLNIFAHLPHESVGSLLLVCRDWNALVSCPGSWTVWREWTRQAAPEVYEAALA
REQSARKANPCWRALYVARESSRFLRRQRQQRQKQEDAARVEKEKQLREQEQLMMAQIAYTSMALSSEKKAWKQMLTVVS
ISSLTTFAFFASMSLAY                                                               
>Acas_g18219                                                                    
MFPEDDKEVRSSLTLVDLPAEVQVHIYSFVGSLPFLFSLCFVCKALNRLVKEELPWLLSDMSLSRCAQVDDAFLEHMLKI
YGKTPFRPRHLDLSGCHNVSLDMLNRLMVNSDNLLTLK                                          
>Acas_g18314                                                                    
HLTEVDLESAGLVSREWRRAATEPSLWRGIFCRVARVDRPSRTDHADWRRDALLQPALFARLKEKVMAKDIHSFSSLIKH
GALEVNARDADGCTLAHHVILCSTQQADSHSGSVITRQAM                                        
>Atha_AT2G20380                                                                 
MSSSPEKKRRKKLSPESNSLPNDLIVTILARLSQSYYPKLSLVSKTFRAILASPELYQTRILLSRTETFLYVCLSFPGEP
NPGWFTLYRKPNQTLTTKKKKNSVHLLAPILNSPPVEFPSLIAVGSYLYAFRAAIEEGTSDSLNCVEVYNTDTQTWIPVP
PNKRIFKLQHMKGMLYMKVSKLLSFVAQDAEELAPLFPKLRSLLSTEVVAFKPKVSEGYEVLGFSVNTDLGRGSFCMIEE
ITYHYDPSVKFRWRRRQGGVWRSLVGLEGLPKFARYSSVKLADCGGKLVVLWHKYVPASGYEEKMVWCAEISLEKRSKKE
IWGKIEWFDAVLRVPKYYQFVGAKSATV*                                                   
>Atha_AT2G02310                                                                 
MGQKLGVDSRQKIRQVLGSSSKVQKHDVESIGGGGGEIVPGHSPFDDLPEDCISNIISFTSPRDVCVSASVSKSFAHAVQ
CDSIWEKFLPSEYESLIPPWRVFSSKKDLYFTLCYDPVLVEDGKKSFWLETASGKKCVLLAAKELWITGGNNPEYWQWIE
LCESSFEKVPELLNNRSFQMGGSMSTQILSLGTHYSVYIVYKIKDERHGLRDLPIQVGVGFKGQEMPKQFICFDESTDKT
KEWPKKKLMKSKKRGDGWMEAEIGDFFNDGGLMGFDEVEVSIVDVTSPNLKCGVMIEGIEFRPKDCQ*            
>Atha_AT2G23160                                                                 
MNSSSPISIDLIAEILSRVPSKSVARFRCVSKPWASMIRRPYFTELFLTRSSPKPCILFATVADGVWSFFSLPQYPYEKS
SSASVAASAKFHVKFPPNNMRIGHNSDRRYFSYGYTSGLIYLYGDSSDDRSVICNPYTGEYAILPYLQRYRKTYSFLVFE
PIEKQFKILFMAYLSGDRDHKILTVGTGNMKWRTIRCSLRYEIVSEGVSINGVLYYLGETSAWDNKDYDLKYDYAIVCFD
IRSEKFIFFEIERFCRLINYKGKLAVIYFEDDVNYQSCLYRKKNYVEPDAINKLNVWVLEDVEKQEW*            
>Atha_AT2G39415                                                                 
MAEADDGGNGDGATAGDCYAHHHYRDVKLARDASENIDSISSLPDVILQQILSSLPTNLAIRTSVLSTRWRHVWSDTPYI
YFDGPGTLYRGLKADTINKTLARYKLPKIMSFHLYTKIF*                                        
>Atha_AT2G05970                                                                 
MIETNKKASWSELCPDVLRCVFELLSFSDLNRTRSVCSSWHSASRHCVPTQNQIPWLILFPRNNVNNNNNNSCVLFVPDD
RDSLYKTKDLGVGFMLSNCLATYGSWILMMDRLCNLNILNPLTGEKIDLPRTKFDLPRLESSVACLWIDEKTKDYIVVWK
IKNSLVYAKKGNHTWQQVFSMNEELSVEQIVYEHKTQKLYVHFNDSTLSIWRLSREDPHGVFENYIPFDFVFQDFLPDRR
TDEELYVKEYIDTRLNIALTTSGELLKVASVVQKSKRWLFRIYKMNYIKRRWERIESLGDEALILDMGITIVAKDIPGLK
RNSIYISGFDYGRKHLDHIFIFDLTTQESEPLPYCVSSSNDFSDARWFFPSFSQSPY*                      
>Atha_AT2G22050                                                                 
MSPSSKKFKKQSSSKSVKPPLEDNDPSLPSFTSLPDEIVLDCLQRVPRSYYLNLCRVSKTLRSLVRSPELSRLRTLLPKN
SVYVSFSQNIINVPPDTIYRWFTLKKKTMKTAMKTFRYKLVKIPIPFPSHHSMYNSSAVGSEIYFVGGSFEPMSELWILD
TRTGMFRQGPSMKVARTDEASVGVINGKIYVIGGCEDKIQVEVYDPKSRSWKTTKDPEEKTQRGLMTRLSAVSLDWKVYT
VEVGRIGVYDPREAGVDGF*                                                            
>Atha_AT2G18915                                                                 
MQNQMEWDSDSDLSGGDEVAEDGWFGGDNGAIPFPVGSLPGTAPCGFVVSDALEPDNPIIYVNTVFEIVTGYRAEEVIGR
NCRFLQCRGPFTKRRHPMVDSTIVAKMRQCLENGIEFQGELLNFRKDGSPLMNKLRLVPIREEDEITHFIGVLLFTDAKI
DLGPSPDLSAKEIPRISRSFTSALPIGERNVSRGLCGIFELSDEVIAIKILSQLTPGDIASVGCVCRRLNELTKNDDVWR
MVCQNTWGTEATRVLESVPGAKRIGWVRLAREFTTHEATAWRKFSVGGTVEPSRCNFSACAVGNRIVIFGGEGVNMQPMN
DTFVLDLGSSSPEWKSVLVSSPPPGRWGHTLSCVNGSRLVVFGGYGSHGLLNDVFLLDLDADPPSWREVSGLAPPIPRSW
HSSCTLDGTKLIVSGGCADSGALLSDTFLLDLSMDIPAWREIPVPWTPPSRLGHTLTVYGDRKILMFGGLAKNGTLRFRS



NDVYTMDLSEDEPSWRPVIGYGSSLPGGMAAPPPRLDHVAISLPGGRILIFGGSVAGLDSASQLYLLDPNEEKPAWRILN
VQGGPPRFAWGHTTCVVGGTRLVVLGGQTGEEWMLNEAHELLLATSTTAST*                            
>Atha_AT2G29910                                                                 
MGSRDLISSLPDEILGKVLSLLPTKRAASTAVLSKRWNNLPALVDKLDINDAIGGPGGFPEFIDKTLALLTNSTTIKRTS
LNNEFQYGESQVNTWIRSFLERGCLQLYLNAQSLYTIDTEFFTSNTLVELTITGGFSPDGLLPPGGVFFPKLKTLSLVLM
TFVDSDMYELFISGCPLLEEFLLRNDEIEIPPVWNALVSSPSIKRLTIVHHFPNYREAHDGCWFRTPNLVYLDYSSYVPD
WYEVDLGSLVEARLDLRSWERLRDEKAGGYGDCDSVYDDEEYPDDPILGDVTNLVTGLSNIKTLHLSPDSLEVFYFCCKS
MPVFHNLLTLSFESAKKEAGQCCHFSSISLLT*                                               
>Atha_AT2G11200                                                                 
MRDLTTAMSDLPRDLEEEVLSRVQLASLRAVRTTCKKWNRRLSKYRFTKKYIRKSRSATADKEFLAIMMLDSSLYLMNVV
IDKIDNENNVESSIERKGKLISVNDADGVDIISVVHYNALLLCLTKEKTPKACGLEPLSWAIKVDRNCLSLRFI*     
>Atha_AT2G44030                                                                 
MTTEEDMRSSSSESSPKSFLSLPYDVVFNCLSRVSRTHDPILSLVSKSFRSLLALPDLEAERFRILKNETCLYVCLNLNN
NNNPNPSWFILSQTPKHKLIPLPSLPYPDPHPNCSTVVSTGSEIYLLGGFVAKEKRSRRAYVLDCKSHQWRRLPKMRIAR
KEAAANVIDGKINVYGGCSSEYHNSVNWGEIYDPMTQTWEPFPEGALNKEGVIPCALIKDGIAFPDCGLLISGKVYDTTT
MDTLDYNTPMDKLDLCPNVCMLKIDNQDFQASVSDGKLKLVRCRGAMAWHWTVGGLEELSCNYLLSVASPGGGRRVTVWW
KTYTKECKTEIWCALILLERELVWGVIEWSENVFTLPGSESDSDSNSFLLHYELVTLARH*                   
>Atha_AT2G43270                                                                 
MIYVVPDLLEEIFLGLPLKSILRFKTVSKQWRSILESKSFAERRLNVEKKEKILAVGDRTELGFEGEEEIQMVYLHCDID
ATRPSLTCEGLVCIPAPGWINVLNPSTRQLRRFPCSPNHHVPSDRIRFQFRDELYLTSFPGNWEMGFGRDKFNGSYKVVR
MCFSPVEKCEVLDVETGEWSELNPPPNDIDVGRKSRFGILALDLHTLEFHNVSVPSTCCTMSAQMVNLDDRLAITKTNGA
PEWELEILSLMDVDKEIWSKTYSITLASIIINHPWESSWFTVLTVSKLGNLVFCDNHKRLFKYNTETNEICCLSSDISVI
SPYLEDLVPLRLDSGHDHRDYKIRTSSCGLFSKHPEAGLFKEIITFRFVFATLVLVGYQYYRSLKFK*            
>Atha_AT2G33705                                                                 
MMKTRACSNPMNEGVNLEQIPYDLVLEILLKLSAKSIARFRCVSKLWDSTFRSRYFTELLFIISSSMQI*          
>Atha_AT2G16810                                                                 
MGFSFLLATVQKERMKRRSRTRSRSRRRAKQDPKTWVARYIPQDLLIEILTRLPPKSVMRFKCVSKFWSSLLSSRYFCNR
FLIVPSQPQPSLYMCLLDRYNYSKSLILSSAPSTSPYSFVFDQDLTIRKMGGFFLRILRGFIFFTRNLKARIYNPTTRQL
VILPTIKESDIIAGPPYNILYFICHDPVNDRYKLLCTVSYASDNDLQNLKSELWIFVLEAGGSWKRVANEFPHHVPSHLD
LNMNGVLYFLAWTDPHTCMLVSFDVRSEEFNTMQVPRNAGDTLPRQEKGVVNRVW*                        
>Atha_AT2G02340                                                                 
MTKTRCMHEHFRKIVQRVKKTLRLSASDKSHGVAELDDLPEECVSIIVSFTSPQDACVLASVSKTFASAVKSDIVWEKFI
PPEYESLISQSRAFKFLSKKELYFALCDKSVLIDDGKKSLWIEKANAKRCIMISAMNLAIAWGNSPQSWRWIPDPQARFE
TVAELLEVCLFEIRGRINSRVISPKTRYSAYIVYKKLNICYGFENVAVEVVVGVVGQDLEESCRRYICFDETMDEQFRRR
DRGKNLVKPERRKDGWMEIKIGEFFNEGGLLNDDEIEMVALEAKQRHWKRGLIIQGIEIRPTNIR*              
>Atha_AT2G16220                                                                 
MNSHFLTNDLILEVLSRLPLKSVARFHCVSKRWASMFGSPYFKELFLTRSSAKPRLLFAIVQNGVWRFFSSPRLEKSSST
LVATAEFHMKLSPNNLRIYHDNTPRYFSIGYASGLIYLYGDRYEATPLICNPNTGRYTILPKCYTYRKAFSFFGFDPIDK
QYKALSMIYPSGPGHSKILTFGDGDMNWKKIKYRVLHDIYSQGICINGVLYYLGDTSDWDNDHDVTSGNVLVCFDLRSES
FTFIGLECGQLINYKGKLAVIFWDDVDDDDVKDDAIDEMHVWVLEDVEKKEWSKYAYTWTEDKLYRSQVSVVGMTASGEI
VFSMRKYTSEQPFYVYYFNPERNNLRRVEIQGFEAFTKFGTVYTFVDHVEDLNVYNLKHFKSVHPPSVQPEYDESDSESE
EDREIII*                                                                        
>Atha_AT2G17310                                                                 
MALPWELEEDILSRLPPISLVRFRTVSKHWNSLFNDKTFINNHLSRSRPEFIILTNSKIYSVDIIDHNNIDPTIRLHEIP
TYDIHSRGTDLNRTIINTCDEFLFYNYRYWDNMTALWNPWLRQVRWIEYANQEFCVFGLGYDNSRPEKVYKILGHLFCHG
KVLRDQKVVIYECASDSLRFIDRPEDDDWPITETAKRSNVSLNGNLYWFGCSNYENDEYYIRIFDFSTEDFKPFCLLPCQ
MSHSTDELVLAVYKGDRFSLLKQCSVTREIGVWVTKERISNDNGNGGEGVEWLKLMTLSKPNLPKLFGTVSYFIYGKTLY
MCNGDDETALACIYIVREDVCKKFQIGSGNINCRHCVYTPNLLSLPLFIG*                             
>Atha_AT2G27520                                                                 
MVRLDLPWDLVDEILSRLPATSLGRLRFTCKRWNALFKDPEFITKQFHKAAKQDLVLMLSNFGVYSMSTNLKEIPNNIEI
AQVFHCNGLLLCSTEEGNKTKLVVVNPCTGQTRWIEPRTDYNYNHDIALGYGNNSTKKSYDSYKILRITYGCKLVEIFEL
KSNSWRVLSKVHPNVEKHYYGGVSFKGNTYWLSYTKFNILSFDFTTETFRSVPLPFLYQDGFVTLALSVVREEQLLLLRS
RFDMGQVGIWMCNKIDTETVLSWSKSFTLEFDSLRDLPVMSILRIFIEEDKKVIVVDCDDRWKENMIYIVGKNGFKKLSY
EKDRSNLWRLPFFFSYVPSLVGLYPPM*                                                    
>Atha_AT2G41170                                                                 
MEKQYLTFISFCFSITICGFLIVSWLARSIIRNGIRTLTWRKETKRKKKNQEDENKMSLLDLPDLTLDCILEKLSPSELC
AMTSVCSELRDKCVSDHLWEKHMETKWGRLMGDAAIQEWKSHVATIMRCLTSSSSSSRKSKPNWSSRFVANLKPFAWLSS
NHGCENRGSSSYLAPIDSVMYWYSNLENGKFWFPAQVYNRENGHVGFMMSCYDAKIRYDFKTDTFQARYSAHGRRAAEEK
VTWQRLRPSQDDTKSRDLHVSDCLHGLRPGDHFEIQWRRTKEFPYGWWFGIVGHLQNCDGVQNCRCDSDENVVMEFRQFR
PESPWRRTVIKRKDHRETGNEENGFYGGVKKLGTEEEISTWKQLWPSQALE*                            
>Atha_AT2G19630                                                                 
MKTSLRLEDGTKNSLQIPIDLIIEIFLRLSVNSIARCRCVSKQWASTLSRPYFTELFLTRSLARPKLLFAYRKGSDYLFL



SSPQLQNPDDDHKKSSPVVVNYHMHHILTLGSGNMSWRTIQCCIPHRSFDGGICIDGLIYYYAGVNNNDIVIVCFDVRSE
EFRFIIGALHHGSLINYNGKLSLYLPSTVYSRFNGVIRSIKLWVLEDAKRQEWSEHTYILPAMHDIMKTTDLRCVGMTQT
KEFVFWSIKGMRFYVFYYNIERNTIKKVEMQGMEAFKESNVYTFLDHVEDVKLMQFF*                      
>Atha_AT2G04230                                                                 
MEQKFKTDSMNEDRISDLPDALLLQILSSLPTENAIATSVLSKRWRSLWTMLPKLKFDSNFNPVFDDDNIDPTMFSENVY
KTLSLHKAPVLESLHLSFEGRTDCLHVGIWIATAFARGVRKLVLDSFYQEDQTVTLPSVLFSYNDSLEILKLKCAIDLDF
PSRVCLKSLRKLYLDQVHFKDEESVCNLLCGCPSLQDLVVHRYSNADVATFTIASPSLQRLTIEDLRQEGGYGNGSYVIN
APGLKYLNINGVIDIESCLIDKALELEEAKISNVSGITNENILESLTSAKRLILHLSPLEVKVPTGKIFDQLGCLELLTH
EREWWNLLSIMLDSSPKLQILKLTDVYLHDNKTNPDERKWNPPKCAPECLLFHLETFLWIGYEWQRGDEKEVATYILENA
RRLKKATFSTKRIGREKLEDFEKRREMLNELAIVLWDSNSCHLVFEST*                               
>Atha_AT2G18780                                                                 
MQKQSTTMLSDLPKDVAEEVLSKFPVTSLRRVRFTCKKLNTLSKDMSFTRKHIDKEEAKKKQSKEFHVVMMLDFRVSLFS
LNLLNPNPIERLGQLVSLDGGAQVDISNIFHCEGFLLCTTKDISRVVVWNPCVGQTIWIKPRNSFNKWDRYALGYDVMKN
HKVLRFVDDGEYGRRHLLCEFEIYSFESDSWEVLDVNPDWEIDFVHRGLSIDGNSYWFARDKVVPYGGQDPSYFLLCFDF
TTERFRPPLPLPFQPYFGDTVALSSVGDNQIAVLCQRSSSPYTLKIWISSKVEPNAVSWNKLFLKVDMKPLTGNSFSYSG
GSFFVDEEKKMAVVLDKNIGGGFDPTRNIAYIIGKEGYFKKVDLGESRHL*                             
>Atha_AT2G02250                                                                 
MIQSTMGHKQSVDSRGKGRKVPGSSSMVQKHRVESSGGAIISGPSLFDNLPEDCISNIISFTSPRDACVAASVSKTFESA
VNSDSVWDKFLPSDYSSLVPPSRVFSSKKELYFAICDNPVLVEDGGKSFWLEKENGKKCFMLSPKKSMWITWVSTPQYWR
WISIPEARFEEVPELLNVCWFEVRGGMNTKELSPGTRYSAYIVFKTKNGCPNLGDVPVEATVGLVGQESSQRHIYFVGPS
DQRRDRETRDVTRPTKRKDGWMEAELGQFFNESGCDVVDTSILEIKTPYWKRGLIIQGIEFRPTKSLFYI*         
>Atha_AT2G17020                                                                 
MATTTVVCGGGGDVEGCDGERSLDLLPAALLETIMTKLDVASLCSLASTCKTLKSCVTRVLTFTPNFHIFNVSLSMETVR
PLLFPNQQLSSLKLDCGRLGNSAIDILVRPSLREISLHNCRDFSGDLISEIGRKCKDLRLLCLGSVAEKVGRSISRCALE
DLLNGCSHLEVLALMFDLSLYLRPGDGRIFGLVSDRLTHLELGHITSRMMTQLLTSTEISGQDSNRVTTSTVLQNVQRLR
LSVDCITDAVVKAISKSLPSLIDLDIRDAPLEDPRQVSDLTDFGLHEINQNGKLKHLSLIRSQEFHPTYFRRVSDQGMLF
LADKCLGMETICLGGFCRVTDAGFKTILHSCASLSKFSIYHGPKLTDLVFHDILATTLSLSHVSLRRCHLLTDHAIQKLA
SSLKLENLDLRGCRNLRDETLTAVSHLPKLKVLLLDGADISDTGLSYLKEGVLDSLVSLSVRGCRNLTDKFMSTLFDGSS
KLALRELDLSNLPNLTDAAIFALAKSGAPITKLQLRECRLIGDASVMALASTRVYEDECPGSSLCLLDLYDCGGITQLSF
KWLKKPFFPRLKWLGITGSVNRDIVDALARRRPHLQVSCRGEELGNDGEDDWDSADIHQHIEAQEDELEQWILGDEGDVE
MEDAEDESEEDASEED*                                                               
>Atha_AT2G16290                                                                 
MADWSLLPNDLLELIVGHLETSFEIVLFRSVCRSWRSVVPPLDHSRCLGIKTHDISFNAGFTFSDQPTDQPPFKSSVDCT
LKNIPIYLVKFWTPYGDDYLIAEMREREGGEPKLLLSPLSSNRIIYGMGINKVLFNSLTSPIIPFGQYYEITYFKKQPIR
YRYGLPYHLWNEVEWVETSERVEFLRLHSEDSRDFAVLFAGRMCNLVMYRSRNMSWTQVVEHPETYAYQDLVAFKGKFYA
LDSSGRGRVFVVELSLRVTEIPSVKGSQYCSKESLVQLGEELLLVQRFIPAGRRYDEYIYTWFKVFRLDEEGGKRKWVQV
NYLNDRVIFLGARTKLCCSVHKLPGANENCIVFLASNDGSIFDNDSVLLFDLKTRRTNTAFNECKGYMGVFGANLKSLVS
CGLVTIPNPTTRFLL*                                                                
>Atha_AT2G31470                                                                 
MKSRRQNVSVARQTILGRDENFEPIPIDLVIEIFSRSPVKSIARCRCVSKLWASILRLPYFTELYLTKSCARPRLLFACQ
KHRELFFFSTPQPHNPNESSSPLAASFHMKIPFDGRFNIISPIGGLVFVRYEQILKGRKTPEFVSAICNPSTGQSLTLPK
PKTRKRIWGTSHFGYDPIEKQFKVLSMNIGDGVYKEHYVLTLGTENLSWRRIECSIPHVHGSKGICINGVLYYRAKADMF
SGTLMIVCFDVRFEKFSYIKILKPTTTLISYNGKLASLVWEGPSYICGKRFEMWVLGDPEKHEWLKHTYELRPRWQNVLG
EDLLIFAGMTGTNEIVLSPKYPSHPFYVFYYNLERNTIRRVEIQGMGAFKVNEDYIFLDHVEDVKLI*            
>Atha_AT2G33190                                                                 
MSRDDNGWSKLYPDLLRSIFESLSCLDFHRAGTVCSNWYAVSRSCPLYPWRIVFRGKNSVLFDPIQDKIYTKNLLGIDLS
KIHCLASYGNWILIVDPRLDFYLLNVFTRETINLPSLESSLRGDRPFRFIRNDDESGYFLELYGTKFLLTWNDFRFEKTA
ILWVNGRNGDYVVAWAIKQFYIFSYKKIGNDDDDKRWSITCTQCEDMAYKDNKLYVYTFDHYINILDFSGNSPKEPMEEN
PYLSHPFSFVDAIYKLRLAVTREGKVLIVLSLVGLDKKICIYKLNLKIGDWEIVESLGDEMLIFGHGVTIRAPDKDISGG
GLKSDSICFLYDDYLSDHYLTMKRQPICGVFDLATSTITWHTRLEDLSSKICWFVPGCA*                    
>Atha_AT2G02890                                                                 
MLCTGSNASTIIQEQKHQQDSASADHRSTLLGLETELKKDSRSLLFSCCCLALAWAAALPRASAAARSALTLASAFTLSL
ASTAAFSVFSLASAYAPALLCFCETFGSLKGYEVENHMNASVTMLEEAIMYSSFSSKKRIRHSSSLTNDLIEEILSRLHS
KSVARFRCVSKQCASMFASPYFKKLFQTRSSAKPSLLFAIADYGIEEDYSMKFFSSPQLENTYEKTSSTLVAAAEFHVKF
SPDKSIPIYLSEDPRYVSIGYASGLIYNYCGRYVGRPLICNPNTGRYAILPYRYTYRKAYSFFGFDPIDKQYKALSLPYV
DGPGRSKVLTFGAGDLTWRNIKSHTEDISYRYYEYVIVCFDVTSEKFTFVGVQKFCLLINYKGKLDVIYWEDDVDIHEIC
YFAKDLDEYLDENLDADATNELHVWVLEDVEKQEWSKYAYTWTDDTFFHRHLSIAGATASGEIVFSMRKYTSKQPFYVFY
FNPERNTLQRVEIQGFGEAFRTTCSVRTFVNHIEDLDVNDLEQLNYIGTRR*                            
>Atha_AT2G02030                                                                 
MSGKTSSRGQQDEISGEKHEPTPTKEIKRRRKEFEKIHIPNEIVEEILVRLPVKSLTRFQTVSKHWRTLITSKYFGKRHM
ALEKSKGCKLLFVCDDFVDRAEDTLFLKTVALEKTSVSEGDEQAFEFEGYKGFLDISESCDGLVCFYDTTRAVEVMNPAT
TMFIELPLSRIQQLCIYKPNPEVELEPVQDPNPVLDPVMTCSQIGVGKDSVSGSYKLVWMYNTSPATPPTCEVLDLDGKK



WRFVNTTSLDHHQILCDQRPVFANGSLYWLTGDEEGYATTQTKLIVLDLHTEMFQVIQTPPFITRDASGDKIGLCNLDGR
LCISELKKDCKQEF*                                                                 
>Atha_AT2G43445                                                                 
MEEERENTNSIYIVSELLEEIFLGLPLKSILKFKTVSKQWRSILESNLFVERRRTLQKNHPKILAAYNCDYCTRPGILPK
SQFEGDEEIVYLHTDATQPSMTCDGLVCITEPGWFNVLNVSTGQLRRFLPGPDPGPQANWLLGFGRDKVTGKYKIVRMCF
HDCYEFGILDIESGEWSKLMSPPHIMRVGSKSVCVNGSIYWLQISVSYIILALDLHQETFNGVYHLPATWVTQDTQLVNL
EDRLAMAMTTKVGPEWILEIWSMDIEEKGWSKRYTWSKAYSISLAHRVVVSWPWQKRWFTPVSVSKQGNLVFYDNHKRLF
KYYSGTDEIRCLSSNINVISSYVENLAPLPLKPSHTHHDLGNSNSKFSTSRCHLFPTRGSWISKVFRRNVLFTSLVVVGY
IYLPL*                                                                          
>Atha_AT2G26860                                                                 
MDRISGLPDELLVEILHCLPTKEVVSTSILSKRWEFLWLWVPKLTFVMNHYESDLPIQDFITKNLRLLKPQVIESFHLQC
FSSSFKPEDIKHWVVTTISRRVRELIINYCDLSWLDKPVVLLDLPNSLYTCTSLVTLKLIGHSIIVDVPRTVSLPCLKTL
ELDSVAYSNEESLRLLLSYCPVLEDLTIHRDMHDNVKTLVIIVPSLLRLNLPIDGAYSCDGYVIVTPALKYLKVPGLYRE
DFSYLLTHMPNVEEADLSVEQDVERLFESITSVKRLSLFVLLDIEDESMYHNGIYFNQLEHLNLHIYRDNWSKLLVRLLE
DSPKLRVLKIVVDGEPSFDEEFEHVSWIYNDESSVPKCLLDSLEVFEFAGYTRRPEERDFVSFILKHACHLKSSSISRLS
CYVLE*                                                                          
>Atha_AT2G02240                                                                 
MCGQHYTSIISSITTEASFERVRTHEFIKFSKHKRFDQRHRSMMGQYHSGGEIVSPGTSPFDVLPEDCISNIISFTSPRD
ACVAASVSKTFESAVSSDCVWDKFLPPEYESLVSRSRVFASKKELYFALCHNPVLIEDGKKSFWLEKASGKRCIMLSSKE
LWITWGSSPEYWQWISIPESRFNKIAELLDVCWFEIRGKTSARVLSPGTRYSAYIVFKTKDRCPGLGHLPVEVGLGLVGQ
ESSKRFIYFIGPRDRRGRRETRDVTKPDQREDGWMEAELGEFFNEERCDEIEFSVIEIKSPSWKSGLIIQGIEFRPTKSQ
*                                                                               
>Atha_AT2G43440                                                                 
MEEKRENTNSIYIVPELLEDIFLRLPLKSILKFKTVSRQWRSILESKLFVERRGNLQKHHRKILAAYNCNYFMRPSIFPE
SRFEGDEEIVYLHCDAAQPSMTCDGLLCITEPGWFNVLNPSAGQLRRFPPGPGPVKGPQENWLLGFGRDNVTGRYKIVRM
CFHDCYEFGILDIETGVWSKLRSPPHNMLPGSKSVCVNGSIYWLQISAGYIILAMDLHEESYHGVHHLPATWVTQETQLV
NLEDRLAMAMTTNVGPEWILEIWSMDIEGKGWSKGYSWSKSYSISLAHGVGFSWPWQKRWFTPVWVSKQGNLLFYDNHKR
LFKYYSGTDEIRCLSSNICVISSYVENLAPLPLKPSHTHHDLGNSNSKFSTSRCHLFPTRGSWISKVLFTSILFGYICLP
L*                                                                              
>Atha_AT2G16365                                                                 
MSEHVMVLGKGNKGISKNSSVNPYESAWLGRWTQSGSEVKFHDGETNCSKQLIRPEDENHGVEVLPFPMFKVSQKRETTT
TTTTKPSFHEDVGSSSRAMVNRMPWMYPQGENFSSSNRLDFPIQEKTTQNLLELIRPVRIYATVDSVNLPKEDSHQLLKG
STVSMKLKGKIFGGYLDLFPNQDHSHNRGGVRLQSLESSKDTQEDGPRKNESSAETNTLEMDRLQTIHLSGSISSSSTKG
KGIKGYSAIPRTEIPDMNEEPPLVPDRENSVDGHQGETSNSATQSMNVEHFLSRDCKRVRLEPEVEASSRWVKRLKTSPS
DSSETKSMMKMKEASLGEKENNNLFLEILKSGINNLQPRNQEPVVSQSNDLRQGGDDITLLHPWIQRWCKKKTTSTDQPT
GQEASFEPESHKEFEKKQYPSIAAMALMGKALSGLNPYGLRKTNSLMVWNARDLSFTYRSLRWNLTMADWPLLPNDLLEL
IMGHLETSFEIFLFRSVCSSWRSVVPPLDHSRCLGIKTHDISFNVGFSFNGRPTNEYCTLKKIPIYLVKFWTPFGDDYLL
AEMRERNDGEPKLLLSPLSSNGIKYGMGINKVLFNSLTSPIIPFGQYYEITYIEKRPSEYRFGFPYKLEWVEITERVEFL
KLDSEDSRDFAVLFAGRMCNLVMYRSRNMSWTQVVEHPEKYAYQDLVAFKGKFYAVDSSGRGRVFVVELSFEVTEIPSVG
GSQQSSKESLVQSGEELLLVQRFTPVGRRYDEYIYIHGSECLDLMKKEERESGFKLMT*                     
>Atha_AT2G18280                                                                 
MSLKSILRDLKEVRDGLGGISKRSWSKSSHIAPDQTTPPLDNIPQSPWASLPPELLHDIIWRVEESETAWPARAAVVSCA
SVCKSWRGITMEIVRIPEQCGKLTFPISLKQPGPRDSPIQCFIKRNRATATYILYYGLMPSETENDKLLLAARRIRRATC
TDFIISLSAKNFSRSSSTYVGKLRSGFLGTKFTIYDNQTASSTAQAQPNRRLHPKQAAPKLPTNSSTVGNITYELNVLRT
RGPRRMHCAMDSIPLSSVIAEPSVVQGIEEEVSSSPSPKGETITTDKEIPDNSPSLRDQPLVLKNKSPRWHEQLQCWCLN
FKGRVTVASVKNFQLVAEIDASLDAPPEEHERVILQFGKIGKDIFTMDYRYPLSAFQAFAICISSFDTKPACEG*     
>Atha_AT2G40925                                                                 
MQRERSMKRKRRRRGIKDMCNRHDCEIPPDLMIEILIRLPTKSFMRFKCVSKQWSPLISGRYFCNRLFTCVTRQQQQQPR
LYMCLVAKDKQCVLLSSTSPDNTCFVLVDQDLSIPGYFFASVPGLLCFQFGTKACIYNPSTKQLLTLPSVKSDITAQQGQ
LKTTQYYIGRDPVNDQYKLVCTILIYSKLFANMSSEHWVFTLELGGSWKKVVPLGNYHPHAPATAGRSIDGVVHYLAWVD
LYKCAVVSFNIRSEEVTTFLLPRKIWDVPVPALMMKADLIEYDGKLAIFSHSYLKDEGLVELWVLKDAAGKKKWSNMILV
LQPCQRHLVHGIDLIVKGTTQDGKVILSPLEMRSQFYILCYDVQNNDLRKVEITGVPRLWLHKECNFDLKFMDESESFIY
LEI*                                                                            
>Atha_AT2G03560                                                                 
MGMTTDSMKKEETQKMSENHDWSKLCPDILRKIIESLSSLDFYRAKIVCSDWYSVWKTCVKRPLRPWRIIYRAKYYISTS
LMLFDPDEDKIYKNLVGVSDESYRLASSGNWLLMADSRLDFYIVNLLTGKRINLPPMESKIRGAQARFVQSKYFYKSRYI
CFDNCNSIRISEKEVFESKRAAVLWIDERTGDYFVAWIFNKHYLFTHKKGDDSWCWNRKWTKPGYLDLAYKNNKLYIYNT
DNYIKIFDFSGDYPKEDIENNPYHNRPLQYIRGPGEVLLSKRIAIQKSGEVLIILRVIKGYNFLFWIFKMNFERRKWERV
DSIGDDEMIIFGHGLTVRAPVQDIGDGVKSGSICFVEYDRQPFSGVFDLATGLNPNTNTRCSKSSKPHPFITRDVDGHRI
GVCNLDVLSDANSKYPDALSSKSTASILQPVEKPNEIEDSGRLRFTMMPSEKS*                          
>Atha_AT2G17830                                                                 
MAIMSDLPRDLLAEILSRVPLASLRSVRFTCKKWNDLSKDRSFLKKQIVEAKKKQLKSKEFEVIMMRNFRVYLTSVDLHN



DVNPSFTPKGTLTSFSDDANQHQVDNVSSVFHCDGLLLCITKDLNFRLVVWNPYFGQTRWIQPRNSYHIKDIYAIGYDEN
KNHKILRLKDQYYDYDSHPRARICEFELYSFESNSWKVVLDVSPDWYIHSYHRGLSVKGNTYWYATEKHGYVNFLICFDF
TTEKFGPRLPLPFNATESFTYDDVVTLSSVGEEQLALLFQSDATLMMEIWVTSKVDPTEVLWNKLFLAVDHDMIEFDYEL
KFVADAGSFFIDQKKNVVVVFDKDMNEHTHRGMAYIVGKNGYFKRVDIGEEAYTSCFPLVCSYVPSSVQIRQLT*     
>Atha_AT2G02320                                                                 
MTKTRCMHVHFRKILQRVKKTLRLSASDQQSQGVTEPLSLGDLPEECISLIISFTSPRDACVFALVSKTFESAVQSDIVW
EKFIPPEYESLLSRSQHFSSKKELFFALCDESVLINVSKKDLWIEKATGKRCMMLSASALNLSTHHTWKWITNPVSAWLE
TVPELLTTRWFEIRCRTNTRFLSPRTRYSVYIVFLKADICYGFAYVAMEAVVRMVGHELSESCRRYVCFHEAMEWQFLTR
KNLVNPERREDGWMEIEIGEFFNEGAFRNNDEIEMSVSETTQRNTKRGLIIQGIEIRPTKKPGNEMP*            
>Atha_AT2G41360                                                                 
MARNVSSWSSLSCLPDEMVLNCLARVPRRYYENISCVSVRLRSLVRTPELYRMRSLLHKDSIYVCFCDRENYSTDATYLW
FTLRPTTATMEYQLVPLSFPSHNFMFRASTVAVDSEIYFVGGRPNPTELWILDTRSGKLRQGPIKPEFLRIASSSAVGVF
DGKIHVIQDLKQDETEEQVYDLETQTWKVVGVPVPDEKADSRPNMVSSVSLEGKVYAKDFGSISVYNLRQGTRKEKLELP
IDDRWVSCMCVANNVLFAFFTKYGLLWLDTKLNNVWRVVTGDVQTLHRKLYGSAMAEYYGKLAIFWRERYISTSINTTKN
NNNNNKKKEEKIWSALIALNRPLVHSLQAEVIQRGNSMLEASLASSSPLPEVVLSSCCWILPDWGTR*            
>Atha_AT2G42730                                                                 
MNAKDVISRLPDEVLGRILSLISTKEAVSTSVLSKRWKNMFVLVSNLDIDDRQSVPKTKQNRIEIHRNYMAFVDKLLDTQ
RGSSIKKLTLKSHVGVRGGTDSSRIQSWICNVLDHGVMDLDVFITLKGKSPPVPAMIFKSKTLVKLRVGRGFTIKLSQDV
SLPLLRTLCLDSVNFVGGHNVVGTLISRCPVLEELVVEERRCVDWTCSVSSPSLKRLHIRFDRKFTSISLDAPNLIYYKH
SGYVLGKYPNVKLDSLIEARLNLRMDETRMVGVRNGSLGSIPADMRNLINGIRNVRILHLSSHTLELLYFSCKEMPLFDS
LVSLSIGNDKARGWQMLPLLIKNSPNLETLIFMGLDHYITNRCGDVCVCYDTDESITSCLSSSQVKVLEILSYQGTTREL
NQMKHFLEKLPCLELVKICVVNNSNNLQTTMEMRNLMMLPRASSKYRERERPFQQLPNYLLLRCFETLVTSRERESKQTH
TKDRSELRTTMQKQEFLELYEAALRAAKSVKGVKNSSKVSRFVDARNRLKDAPTSLACEVVSKTSMGKGLSFLNDHKNPH
IRSEGRLLRDLWMKILYASGREKSHDRETQVKIPTHSTMKKTGDSKRDKVREILQTSLVKVASEIVDTEMKTRVTACDPS
VVAVSVESAMFEKLGCFMGPHKAKYRSILFNMGDSNNPDLRRKVLIGEINGERLVTMERQEMGSEKIQKEVQRIKENARF
KEESRMKILQSASMIMT*                                                              
>Atha_AT2G15640                                                                 
MNPSTITNDLTVEILSRLPAKSVARFHCVSKQWGSIFGSPYFKELFLTRSSTKPRLLFAMAEKVNEEKNCVWRFFSTPQL
ENPYEKSSSTLVAAAEFHVKFSPDKLYICHCYDLKYFSIGYASGLIYLYGDRGEATPLICNPTTGRYAILPNRYTYRKAY
SFFGFDPIDKQYKALSIFYPSGPGHSKILTFGAGHMKWRKINCPLRYDRHDIKSEGICINGVLYYLGSTSDCVKDGHGIV
SDYVIVCFDIRSEKFTFIDVERFCRLINYKGKLAVIYWEDDVDIYKLYYSDVDEYVEYNINDDDINELRVWVLEDVKKQQ
WSKYAYTWTDDRFFRRRVSIAGGTASGEIVFSMLKYTPKQPFYVFYFNPERNTLQRVEIQGFGEVLKKTCRVCTFVNHVE
DLNVHDFKQLKSVHPPLVDEPDSESD*                                                     
>Atha_AT2G14710                                                                 
MAHLKNLPWELIEEILSRVPPKSLVRFRTVSKQWNALFDDKTFINNHKMTFRFILATKSKIYSVSIDPVIVVRELPLGIP
GLESLELNNLVDCNELLVCVKNNGAVVWNPWLGQSRWIQPSLNHSPMVFDGIVYDNKKYKMVAFSGLWKIYDFSSDVWID
HKSKSTNSNTNVINVQTAVCLNGNLYWVCFREKTDPLCYHIHKFGFSNSIWVRFCNLPFGRNHDGDALVLGVFRGDRFSL
LKQCMVTKKIEVFVTENKINHENGDDVVWKNFMTFSSPNLPDLVETVKFSNPSYFIEGKRLVVCSRDNTGHAWIYILGDS
KLISKTRIECVVDPWPLHCTFVPSLVPVPAPCRREEQAELQV*                                     
>Atha_AT2G44630                                                                 
MSNADEPPQKTNQPPSSSLTPPSLFSLPVDIVLNILALVPKRYYPILCCVSKSLRSLIRSPEIHKTRSLHGKDSLYLCFS
TRTTYPNRNRTTFHWFTLRRNDNKMNTTENVFVSIDVPYRPGHASYPLSNIAIDTEIYCIPGYNFPSSSIVWIFDTQSGQ
WRQGPSMQVERLSATVGLVGGKIYVIGGNRGEEILAEVFDLKTQTWEAAPIPKAKDRNEWFTHASVSLDRKVYALNSREY
MNSYDTRDGSYQRYTIPEDNWWKTGKCVIDNVLFVYFLRFGLMWYDSELMLWRVVYGLDLDKARCIGIGEYYGKLAFIWG
KPSNVSESKEIWCRMIGLLRSEVGIHGTEEPSQLLRIVPNNYSLRHCLSLSG*                           
>Atha_AT2G32560                                                                 
MLLYFLITCLSFFFFTKSLSLPPWASETKTLLSFYFIKNPFMNTLHQTKHDPASPVIDQMSVLDLPELALDCILDLLPPS
GLCSMARVCSSLRERCVSDHLWEKHLKTKWGKILGPAAHREWQCYISSSTYHLDSPHHQTGNLGFAKIISLIRSLSSVFR
EDKQRRGYASSLPLDSSMSCYLSLETGRFWFPAQVYNRENGHVGFMLSCYDAELSYDTHTDTFQARYPPHGRRASAIEKG
VTWDRIRAAPIDASPHLLHVSDSLKELKPGDHIEIQWRRNKEFPYGWWYGLVRHLESCDGDHNHCHCHLSETVVLEFNQY
TVGSRWRRTMIMRDHKEEGNEEDGFYGGIRKLNCKEEIAMWKRHWPCSILE*                            
>Atha_AT2G04920                                                                 
MSDLPPDLVEDILSRVPATSLKRLRFTCKQWNSLFKNRRFTEKHFCKAPKQSHVLLWKDYTVCPMSINLNFSGSSIEFKS
VLSLKDSHYNSEQVYIAKVFHCDGLLLCTTKDHRLLVWNPCLGETRWINFENDYKPYSRFSLGYKNNKSCRSYKILRFWT
SYLTPNHIGLRYNIYEFTTDSWRVLIDKVSLNYFLIESENGVSFKGNTYWLALDEETNFLLGFDFTMERFKRLCLPSNKN
CDTMVLSVVREEKLSVSHQNFCSSKMDIWMTNRIDSETAMSWKRYFSVEFKILSMCHSLPFCNSFLIDEEKKIVISTVRG
NENMVNIIGAYNAYYAEVPVESTNWPCSPYFVSYVPSLVQIQQCKSKENNKTSLEM*                       
>Atha_AT2G16300                                                                 
MADWSLLPNDLLELIVGHLETSFEIVLFRSVCSSWRSVVPPQDQSRCLSIKTHDISFNAGFSFSGQPTDHPLFGSTLTKI
PIYLVKFWTPFGDDYLLAEMREREGGEPMFLLSPLSSNRIIYGMGINKVLFNSLTSPIIPFGQYYEITYSEKQPIRYRYG
LPCHLWDKLEWVEITERVEFLKLDSEDSRDFAVLFAGRMCNLVMYRSRNMSWTQVVEHPEKYAYQDLVAFKGKFYALDSS
GRGRVFVVELSLEVMEIPSVRGSQQSSKENLVLSGEELLLVQRFTPEVRHYDEYLYTWFRVFRLDEEEGRESGFKLMTLT



TE*                                                                             
>Atha_AT2G16450                                                                 
MNPSPITIDLILEILSRLPAKSVRRFHCVSKRWASIFGSPYFKELFLTRSSTKPRLLFAIAEKGNKEKDCVWRFFSSPQL
ENPYEKSSSTLVATAEFHVRFSPDNLLICHYYDLKYFSIGYAFGLIYIYGNRGRARPLICNPTTGRYAILPNRYTYRKAF
SFFGFDPIDKQYKALSMVYPSGPGHSRVITFGAGDLKWRRIKCSLRHDIKSEGVCINGVLYYLGDTSDWSRVNGNHVTSG
YMIVCFDVRSEKFTFIDVKRFCRLINYKGKLAVIYWEDDVDIQELYYKKGIDVEEYVENNVNADATNELCVWILADVEKQ
EWSKHAYTWTDEKFFRRLVSIAGVTASGEIVFSMRKCNPKQPFYVFYFNPERNSLQRVEIQGFGEAVTKSCDVCTFVNHV
EDLNVYDLKQLKSVHPPLVEPEYYDSD*                                                    
>Atha_AT2G33200                                                                 
MSRTRYDWSKLCHDILRLILESLHYKDYHRARTVCSNWYTASTTCKRPLYPWRIKFNKISTSLFDPREDKIHEIQHPGIE
FSDRNVLASCSNWFLMVDSGLEFYLLNAFTRERINLPSMESSILGKERLEKEVAWKHFIERTDIISTKKQACLWINERTG
DYVVAWSIKQHYLFTYKKGDDSWLNLEGTKCVSMALNKDYKLYVYALDNSIKIFDLYGEFPSEIVEENPYRNHPFSFRFV
SKPEEHAWKQVVAITNSGEVLMIVSLKGLEDKRLFYIYKMDFGSCNWERVDSLGGEMLIFGHGVTIRAPILDINGLGIKS
DSICFRGDDLWPLSQLFIPITQPMCGVFDLATSTITWPKSLDASVLKSFWFVPGHA*                       
>Atha_AT2G24250                                                                 
MAMKKKISTSSIMPDWSQLPEELLHIISTHLEDHYFDAVHARSVCRSWRSTFPFPSSLLRQSYSLPAFPLESKDLCCTLE
KVPLFLFRVLTPPDAADASSEYFLGGLGQDKSNDHVELPSPLQCSVKVNVPGTEPILMNMLDCQIIPLGHKYRLMIGCNP
EEYSAAFLPLNEQGGGGEFVALLDCTDLFLVLRSTEMRWIRLEKPSTASCKELFTFRGRFYATFFNGDTFVIDPSSLEAT
PLTPHIDSNFLVPSGNEELFLVKTDFLRCRVSRLDEEAAEWVEVSDLGDRVLFLGGHLGNFYCSAKELPHGCGLTGDSIL
FTVGSRNVTYPYKYGVHTNKRKAEDNINCWRSSRENRVLFRNRYDPVLSFRVER*                         
>Atha_AT2G41473                                                                 
MAELAFDLVIEILAKVPVKYLLRFRCVCKSWRSLFQDERFIRMHTTHAPSMFLLSACWPRYTPPRTCTYQGRRLKMIFQD
PELKEPRNNKC*                                                                    
>Atha_AT2G29820                                                                 
MVVLHEILDGPNGDDPNNNPQEGEDNQNENPQEEVENLRNLLELPEELIERLIAHIPRCYYPYISLVSRDFRQVITSDKL
FRTRSLLGFNEPVLYALIGSTQTPLSWFFLRWSNFPLELHRIRSLPTVLLGAAVVTIGYKMYVMGGTIGLNHHVSTVIVI
DCRNHTWNYLPDMKRARYRAAAGEIGGRIYVIGGRKKQDADWVEVFNATTESWETVSSVCPNDASANGVFSTYVVMQGRI
FALDRWGCFAYKPVQGLWQSWGVASELTRFWHPLSSFTVIGELLYTVDLTCSLGHPIVVYYPNESVWRPVMGFHLPILSQ
CWSKIANFGGKLVIFCTCLGTFKHILCIVIALEARQGGHIWGVVESNSRVFRDDMMLPYIRLCQTVTF*           
>Atha_AT2G47900                                                                 
MSFKSLIQDMRGELGSISRKGFDVRFGYGRSRSQRVVQDTSVPVDAFKQSCWASMPPELLRDVLMRIEQSEDTWPSRKNV
VSCAGVCRNWREIVKEIVRVPELSSKLTFPISLKQPGPRGSLVQCYIMRNRSNQTYYLYLGLNQAAASNDDGKFLLAAKR
FRRPTCTDYIISLNCDDVSRGSNTYIGKLRSNFLGTKFTVYDAQPTNPGTQVTRTRSSRLLSLKQVSPRIPSGNYPVAHI
SYELNVLGSRGPRRMQCVMDAIPASAVEPGGTAPTQTELVHSNLDSFPSFSFFRSKSIRAESLPSGPSSAAQKEGLLVLK
NKAPRWHEQLQCWCLNFNGRVTVASVKNFQLVAAPENGPAGPEHENVILQFGKVGKDVFTMDYQYPISAFQAFTICLSSF
DTKIACE*                                                                        
>Atha_AT2G02360                                                                 
MGRKRRVKSESSPFDSFPEDCISYIISFTNPRDACVAATVSKTFESTVKSDIIWEKFLPADYESLIPPSRVFSSKKELYF
SLCNDPVLFDDDKKSVWLEKASGKRCLMLSAMNLSIIWGDNPQYWQWIPIPESRFEKVAKLRDVCWFEIRGRTNTRVLSP
RTRYSAYIVFKGVDKCYGFQNVAIEAAVGVVGQEPSRRLICFSEAIRRGRRNVVKPKQREDGWMEIELGEFFNDGGIMDN
DEIEMSALETKQLNRKCGLIIQGIEIRPAKIL*                                               
>Atha_AT2G02230                                                                 
MEQIHGGDSNSGGGGGGSSRNDEISVTRASRFDALPEDCISKVISHTSPRDACVVASVSKSVKSAAQSDLVWEMFLPSEY
SSLVLQSANHLSKKEIFLSLADNSVLVENGKKSFWVEKASGKKCYMLSAMELTIIWGDSPAYWKWITVPESKFEKVAELR
NVCWFEVRGKISCGMLSKGTHYSVYVVFKTANGRSYGFDLVPVEAGVGFVGKVATKKSVYFESGNADSRSATSHYSGISY
AMVSRAFRMRRPWMQVQREEEEEVEGERERGMNVVGPKERVDGWSEVELGKFYINNGGCGDDGSDEIEISIMETQNGNWK
SGLIIQGIEIRPERSN*                                                               
>Atha_AT2G29830                                                                 
MVVLSEIPGDPNEDNQNENPQEEVENLPILLQLPEELIASIVALIPRCHYPSLSLVSRAFRHLITSQELYVARSNLGFTE
PVLYALIGFQAYTRPSWFFLRRSNFPLQLHRIRSLPPMLSGAAVVTIDYKMYVMGGCIGYNHPASSNVIVIDCRFHTWKY
LPDMKRARCRAATGIIDGRIYVIGGCKKQDADWVEVFDVTTQSWETVPSECPNDANENGEFITYVVMQGRLFILDLECCF
SYEPVQGLWESWDDGSELMRFWHSSSSCVVGDLLYALDLTCALEHPIVVYYPNELVWRPVMGVDTAHLPILTEYTSTLAN
FDGKLVILGGGDCSESSSEIWCVEIALETRQGDQIWGVVKSVSIVSRDLPMRHVIELCRTVMV*                
>Atha_AT2G43260                                                                 
MGEEEENPNSIDILPELLEEVLLRLPTKSILKCRIVSKQWRSLLESSRFAERHMSLQNSRRRILAAYNCDCGGRRKLLPE
SRFEGDEEIVYLHCDASRPSMTCQGVICFPEQDWIIVLNPSTSQLRRFPSGLNHNCRFRIGLWKTFSPGNWVMGFGRDKV
NGRYKVVRMSFAFWRVRQEEPVVECGVLDVDTGEWRKLSPPPYVVNVGSKSVCVNGSIYWLHIQTVYRILALDLHKEEFH
KVPVPPTQITVDTQMVNLEDRLVLAITRVSPEWILEVWGMDTYKEKWSKTYSISLDHRVVSWRRQKRWFTPVAVSKQANL
VFYDNKKRLFKYYPVKDEIRCLSLDICVLSPYVENLVPLPLKPSHPHPTPKNSDFEMRISRCRLFSTPGSWISKILKWNV
MTLEILFTSLAIVGYICLPL*                                                           
>Atha_AT2G38590                                                                 
MTTMISNLPRVLIEEIFFRVPLKSLRAVRLTCKSWNTLSKSRSFRKLYISKRATREEESMMIAMMNFDLYSMRVVVDDDV



DPSKAFKKKRNKKSIAFKRQPIFLDEQVKISQVFHCEGLLLCFLKEDDTRVVVWNPYCGQTRWIQLRYSHRPHKDRFIYA
LGYKDKESRGSFQLLRFVDYFLGAPKNQYFWYEIYDFNSDSWTTLDVTPHWCIYCCDRGVSLNGNTYWCAKERKAEDDIV
DHIISFDFTNERFGPLLPLPSKVMEHEYEIVTLSYVKEEKLAALFQHYEADWNEFDIWITTKIDAEVVSWSMFLRMDTGP
RIEVPHICEGFFIDEEKKVAMGFEEDFDRKTFIIIGEAGYVRKLDIKAHVDRKCRPTVCSYVPSLVQIKKPARGKRKRQS
SLEKRLFDQNMLRLEAFKKLGGYF*                                                       
>Atha_AT2G42720                                                                 
MDRISSLPDEILEHILSFLSTKEAALTSSLSTRWKNVFVFVPSLHLDYARQHENPREFIDFVDFVNTLFNRKGNSPIKKL
ALKIHLKDNQSLQNQTHVQSWIHRVLSRGGVTDLDLFITFKGKFQLVPLLIFKSNTLVKLRLGRGFTIKLCHENVYLPML
KTLCLDTVDFDGDHNVFETLLPRCPLLEELVLEDQRWKQWCGSVSSPSLKRLRIRFFHIPIISLDVPGLVYLELSCIFGS
KYANVNLDSLVEARLNHWVEEQELRKLRDGSSHLVPADMMDLITGIRKVKVLHLTSDALELFYFSGQELPMFDNLVYLSI
ASDKKQGWQILPLLIKNSPNLETLVFKGLEHYTTKQCGDACVCSGILGKSSSCLSSSRVKVLEIWSYQGTSKELKQMGHF
LMKLQFLELVKIRAVSNLQVPIDIQYLLKLPRASSNCKIQAIF*                                    
>Atha_AT2G44130                                                                 
MTMEVSKKKGGDFQQCHELIPGLPSELALECLVRVPFQFQSAMRSVCRSWRSLLSDSSFIQERRRCGKTELLLCLVQPLT
PPIPASKSVDETLMVDEKKSEDESHPRVFCTPRFGLSVYNAAMSTWHRVAFPEEEQIPLFCECVVLQDAGKILLIGGWDP
ETLQPTRDVYVLEFAGRKWRRGAPMKESRSFFACASVSPTKVYVAGGHDDQKNALRSAEVYDVEKDEWSSVTPMTEGRDE
CQGFAVGMGLRFCVLSGYGTESQGRFRSDGEIYDPATDSWSRIDNVWRFPDTSPRGRTAGDFRSSSTLWCFTDTDLQSER
RWETNDDSRNLKLDLQSIQLPMTGSSVFAGSLGGESVVMIGGKRESEGEGEGGVMMKMTTEKKMGKWSHHVHIPCDFSTL
PFSHASIYV*                                                                      
>Atha_AT2G03610                                                                 
METPNDLVKEEKRQGASENQDWSKLCPDLLRPILESLSSIDFHRAKTVCSDWYSVWKTCKGYDSKWNQNSGSIFDMAYKN
SKLYLYTLDHHIKIYDFSGDSPKEEGLTNPYSNHPFRFDEKPQEYIWKRKIVIAESGEMMNEMLIFGHGVTMRAQVHDVG
DGIKRDSICFVEDDLWPDFDRPSNCGIFNLATSRITWPKRYGVYIDQKQWFLPGFA*                       
>Atha_AT2G26850                                                                 
MLLYLLITCLSFFFFSKSLSFPQWASKTKNLLSFYFSKYLFTNSLHQITPDLASPVLGKMSILDLPDLPLDCILELLPPS
ELCTMARVCSSLRERCVSDHLWEKHLKTKWGKILGPSAHKEWQCYLSSPYHLDSPHHKTSHLGLAKIISLMRSLSSIFRD
DDHRRRYPSSIPLDSTMNFYLSLETGRFWFPAQVYNRENGHVGFMLSCYDAELSYDTDTNTFQARYPPHGKRAIAVEKDV
TWERIRAAPVDASPHNLYVSDSLNELKPGDHIEIQWRRNKEFPYGWWYSVVGHMESCDGNLNHCQCHNSEMMVLEFNQYT
VGSRWRKTMINRRDHREKGNEEDGFYGGIRKINCKEDIEMWKRLWPSSILE*                            
>Atha_AT2G22030                                                                 
MRRAINLINRNPRPYDIAADQSSLLFSSLPYDVVLNCLARVSRRYYPNLSCVSKSFQSLVRSPELAHMRSLIGKDDPVVY
VCFSDTKPFLGRRLDWFTLNPNEKKTSVLNSFQVFSYYMLYCPSVSIGSKIYFVGGCMYKCLPGLLIFDSWSGELCVGPS
MKEARMLPGVAVVNGKLYVMGGCREDQIQVEVFDPNSQTWEVGPLSSDGEVRYGKGLMRYGAIVTEAVALEGKVYCMSYK
DGSHIIYDTKDGKCETFLMADGKAWRRGGVCVVNSVIYVYYINLGVMWYDPKDKVWREVKGLNKLDYKSIDMVGMVDCNG
KLGFLWGNNTREIISGRTEKRIWCEMIVLERSGVEIHGTVEWSDLVGFVPHDYEIWRCLGVSY*                
>Atha_AT2G33655                                                                 
MEKMSDLPRELVEEILSRVPVKSMREVRVTCKTWNALSKHISKAEAAREGEFLGIAKKKFCRNSFLLFSIPWLRVLIVVD
FSNAMKDAMKDAMKEIRSSFQAMRLIVANYDIATLSAFGEEQLAVLFQPFEGYVMEIWVTTKIEPSAVSS*         
>Atha_AT2G07140                                                                 
MTLPELPKDLVEEILSFVPATSLKRLRSTCKGWNRLFKDDKRFTRIHTEKAAKQFQPLTLTKNYRICPINVNLHGTTPSL
EVKNEVSLLDPHSKNSAAQFNIDRVFHCDGLLLCTSQKDSRFVVWNPLTGVTKWIELGDRYNEGMAFILGYDNKSCNKSY
KAMSFNYLDKDSEIYEFSSDSWRVIDDIIKPPHYMDYFRECFSLKGNTYWLGIDRRRRPPDLRITLIKFDFGTEKFGYVS
LPPPCQVHGFEASNLSVVGDEKLSVLVQAGSTSKTEVWVTSKIGEANVVSWSKVLSLYPKPDVGFWHGLSFLLDEEKKVF
LCCKSKGWMEEEDEDNVYIVGEDNKFILLNFGVETIGGESPIITTYVPSLSFTVIYINKGDTIMVVWNPFMGQTRWIQHI
DLDNTRYNYDHDLSLGELKFLARRGEESRPNLSEMVRQWKLQ*                                     
>Atha_AT2G25490                                                                 
MSQIFSFAGENDFYRRGAIYPNPKDASLLLSLGSFADVYFPPSKRSRVVAPTIFSAFEKKPVSIDVLPDECLFEIFRRLS
GPQERSACAFVSKQWLTLVSSIRQKEIDVPSKITEDGDDCEGCLSRSLDGKKATDVRLAAIAVGTAGRGGLGKLSIRGSN
SAKVSDLGLRSIGRSCPSLGSLSLWNVSTITDNGLLEIAEGCAQLEKLELNRCSTITDKGLVAIAKSCPNLTELTLEACS
RIGDEGLLAIARSCSKLKSVSIKNCPLVRDQGIASLLSNTTCSLAKLKLQMLNVTDVSLAVVGHYGLSITDLVLAGLSHV
SEKGFWVMGNGVGLQKLNSLTITACQGVTDMGLESVGKGCPNMKKAIISKSPLLSDNGLVSFAKASLSLESLQLEECHRV
TQFGFFGSLLNCGEKLKAFSLVNCLSIRDLTTGLPASSHCSALRSLSIRNCPGFGDANLAAIGKLCPQLEDIDLCGLKGI
TESGFLHLIQSSLVKINFSGCSNLTDRVISAITARNGWTLEVLNIDGCSNITDASLVSIAANCQILSDLDISKCAISDSG
IQALASSDKLKLQILSVAGCSMVTDKSLPAIVGLGSTLLGLNLQQCRSISNSTVDFLVERLYKCDILS*           
>Atha_AT2G39490                                                                 
MEEHKPDILSCLPLELLLYIISFLPFESARLTPLVSTRFRSVWNQAILVAHSHNGSIEDISHAVSRFINNFDEHDPSKNT
RKLELHVDKSTFVSTILAPHNVMHMSFFFSGGSKKEESFCWRLEIDDQIPRRVDSSGFLVKTLCLDSVNSLTHEVVSSMV
LEFSLLDSLKICRCKRLTSLTIDSPTKLLHLSISGCPKLRYLEIISFKLKTFHYQGSLPLIKIHEHFNLTKAVFDVTQGP
SYYNNALDIGPLSLTIKNSQSLTLCRWMFEEVIKPSISSSWRSFQFYKLQELRWIDNSMNQEQINSLISFLKLCPSIERL
FITIDSNTYSSNEEVSVNADHARVVLRDLEVVKLEGFKSEEDKNQLIFALQEIVSIDQPLLVLSSIS*            
>Atha_AT2G14290                                                                 
MGTPNPRTWSELPPDLLGSIFHRLSFTDFHRAKIVCWNWNLSSKLTVPKKIRSPWLMLFPEGDNEDGSVLLFNPEEEEKI



YKTKRYFSGIRFLANSGKWFLLIDSLFNLYIIDVFSENKIDLLPLEESLLDKEESEDLTGLLWVDEKTAEYVVVLFFNFP
SGNVGFCKKGDDHYTKIPLHCGVPWRLQGLIDAVLLGYRLYIRTELSYIRILDLSTQQGFEDVNKYEPFQVFSSTQDCSI
AVTTRGEVLLVKSILDNTTIGSHRRFCIFKNIDYNPQEEVDSLGDEALLLNLGILLPSIAPNSIYFTRHGRIYHKEHFNL
DLCVFNLETKTLKRFPSLANMKLKDAQWFFPGI*                                              
>Atha_AT2G44700                                                                 
MSSSNEPPRKTDQPSSSSASASASPSLFLSLPLEIISMILARVPKRYYPILCSVSKNMRSLVRSPEIHKARSLLGKDYLY
IGFIDENYRPVYDYWYTLRRIENSTTENLFESIEFPYPSEPNRFSMNAVGPKIFFISESCTPSSRLSIFDTRFGELRQGP
CLLVKRGYNCVGLVGGKVYVIGGYQDDEIAAESFDLNTQTWEAAPIPDEKESHRWICKANVSFDRKVCALRSREGMTCYD
TRDGSCQRSEMPNDQWSRVGLCVIDNVLFVYFSRFGLMWYDSKLMLWRVVYGFDLDNARSVGIGEYYGKLAFIWEKPSLN
VSESKEIWCRMIGLLRSEVGIHGAAEPSQLVEIVPNGYRMCHCLSLSG*                               
>Atha_AT2G34280                                                                 
MDLLPYDVVEHILERLDVKSLLNCKSVSKQWRSTIRCRAFQERQLMHRRQSCNPDVLLVSVADEFYLLKRVHQVMRTLVL
GSSVSVRILTPWEDTLYKVCQSSCDGLICLYNTYASNIVVNPTTRWHREFPLSTFQRLDRYEHQVGSVSWAKLGFGKDKI
NGTYKPVWLYNSAELGGLNDDDEDYDDEDKNNISMICQGNNNTSTFCEVFDFTTKAWRFVVPASPYRILPYQDPVYVDGS
LHWLTEGETTNVLSFDLHAETFQVVSKAPFLHHHDYSSRELIMCNLDDRLCVSEKMWPNQVIWSLDSDHKTWKEIYSIDL
NITSSLFGSNGFALRPLGVFDKDKLLFCEPEYGDQLLTHDPKTKSYEFDYRFFSPTTALPLCYFQSLISIL*        
>Atha_AT2G26030                                                                 
MNCDRICELPDSLLTQVLSYLPTIDSVKTSVLSKRWEFLWLRVPVLDLKVSDFPDENYASFIDNFLEFNRKSRMRKFKLK
YDEYTYDDDRLAGWVVTTVDRGIQHLDAKGFETNMCVREFMPQNIYKCNTLVSLMLVTVGIENPEFVVSLPSLKIMHLED
VWYYDDPLIMEKIISGCPVLEDFVLIRPIDFCNLDVLQFLRVRSLSLRSFRLTFEYSVSCTYFSVEIDAPRLEYLNFNDD
QSDTIVVKNMTSLSMIDIDSEFNVKFGGSRLEPGDLRKRDIIRDFLTAISCVRHMIISRRTLEVLDRYSKLVPIPKFDNL
YRLQAAVSRSMLQLLLVFLESCPNLENLILDFTVSTEPEQDGLTYVPQCLLSSLECVEIRELIMGEETGEKLVRYFLKNS
VVLKKLILRLEDSSIANQDSDIFKELSTFTKRSRSCEVIIIH*                                     
>Atha_AT4G02740                                                                 
MDPPTQSHNSVRTVPGSNHSHTDLIISSFLSFPDSSPISISNSFDRVLDRALASASADESVQDRLVDRTLELASLLLDST
RRCFRKRASVHNSNSWSLPPELTIKVFSMLDTKSMMQAAVCCTMFNKCAMDRLCYSHIDLTTSARYADKGVVSTMINRAG
KELRSLKLGRVVRTAGSDSAAPLLSGSCLSPLAYNHGFLGSRLRSLRLYNLRPIKYRSLCDALSVCPNITDLRIVGLYNL
TEELFNSLTKKCRLIEHLFLETYGYPRTLESKAGSSLVEFVTNCPNLTSLTLIRFGLTDDWARNLAESCRKLKYLNLSRS
PTIKGRFLRELGLSCKENLLKTLILRSCPKLQEKEVLEFCNSLLTGNFKSIRQIDVSSNSGLASSDRGKRCNKPNFPLER
LKEERSDVTFVADFPSTSSGKRYGVCDEEELRLIEMMEAEDDEVDEEDDSDDDTDDVSDEDESENDDDMGMGFDVDYLL*
>Atha_AT4G33210                                                                 
MRIWCFSCFTDEDEDEEDDNGGRVKKQSLATAMDNSNGDGDFVNFGENERAPRVPRWRLRLCAEESEAAWAELDRFWTSE
IPLNQLVQGESSSNVVAEAEDCTMEEADHDSYHKRAKVYSGLAECRSVSGVSSDAGNSVSSVERTVSFGIASSSRTDTDM
FCQNFILNYNRKDGKKDDGDDNGSSDTEDFEVHIDLTDDLLHMVFSFLNHVDLCRSAMVCRQWRVASAHEDFWRVLNFEN
IRISMEQFENMCSRYPNATEVNVYGAPAVNALAMKAATTLRNLEVLTIGKGHISESFFQALGECNMLRSVTVSDAILGNG
AQEIHLSHDRLRELKITKCRVMRLSIRCPQLRSLSLKRSNMSQAMLNCPLLQLLDIASCHKLLDAAIRSAAISCPQLESL
DVSNCSCVSDETLREIAQACANLHILNASYCPNISLESVHLPMLTVLKLHSCEGITSASMTWIANSPALEVLELDNCNLL
TTVSLHLSRLQSISLVHCRKFTDLNLQSIMLSSITVSNCPALRRITITSNALRRLALQKQENLTTLVLQCHSLQEVDLSD
CESLSNSVCKIFSDDGGCPMLKSLILDNCESLTAVRFCNSSLASLSLVGCRAVTSLELKCPRIEQICLDGCDHLETAFFQ
PVALRSLNLGICPKLSVLNIEAPYMVSLELKGCGVLSEASIMCPLLTSLDASFCSQLRDDCLSATTASCPLIESLVLMSC
PSIGSDGLSSLNGLPNLTVLDLSYTFLMNLEPVFKSCIQLKVLKLQACKYLTDSSLEPLYKEGALPALEELDLSYGTLCQ
TAIDDLLACCTHLTHLSLNGCVNMHDLDWGSTSVHLFDYFGVYSSSDNTQEPAETANRLLQNLNCVGCPNIRKVLIPPAA
RFYHLSTLNLSLSVNLKEVDLTCSNLVLLNLSNCCSLEVLKLGCPRLASLFLQSCNMDEAGVEAAISGCSSLETLDLRFC
PKISSVSMSKFRTVCPSLKRVFSSPNLLQD*                                                 
>Atha_AT4G22180                                                                 
MEKWHNPSSPKRLRGDTPNSWSELPLDLLTAVFERLSYANFQRAKSVCSSWHSGSRQSVPIQIPWLILFPEYDNNNSCTL
FNPEEKGQVYKMKDLGVEFSKSVCTATYGSWLLMRDPLYNLYILNLFTHERVNLPPFESQLGMVKIERTIYDWFHSTLHY
NGKEYHKRIRILSTVFWIDEKTKDYVVIWGLGSSCVVYSKKGDKCWNQIPETSNCHHMVYKDHKLYFSTSTYKYEFRIFD
FSREIPQQIFQGYVIMQGLTLNRHRGQPGYPFATIDTKLVVTVTGDVLKVDRIVEKETRICRFFYVYKVYSSGSYKKYEK
VESLGDEAILLDLGITMLANDTVGLLGNSIYFSGTHTKSKVINDTFIFSLETQKMDPVHKFDCSSAQLSSARWFLPSSHK
LD*                                                                             
>Atha_AT4G05080                                                                 
MTMMFDLTQDLVKEILSRVPITSLGAVRSTCKGWNALSKDRILCKAKPKQQFHQGFMLSDYRLRSMRFNISGTFKENGEE
FVNLSVKEIGNFLNKVEISHMYYCGGILLCVTTDTRLVIWNPYLGQIRWIQLKTETMYSTFCLRYDNNKNHKILRFLDNK
QGSYEIYDLKSYSWRAFDVIPKWDIDDDGQSASVKGNTYFRTIDETPNLLICFDFTAERFGKLLDPPFQHGWMSLSWVRE
EKLVALYQHLDTSMIEIWITTKIEPNALSWTSFLKCYIEQLIALDFWFDIDYNNFFIDEEKKLAVVIDKVESEDCKRSNS
HINSYIIGDDGYLKKMNSLGNTARSYTAIMLSSCYVSSLVQIDDPIARRRRRERNSKRKEKKRKGTTNNKV*        
>Atha_AT4G18380                                                                 
MAIILRSSDPLLSRIHPEPQEIDHFDNLPDSILLLIFNNIGDVKALGRCSVVSKRFHSLIPQVENVFVRVDCVISDDDSS
SLLSDKPRSASAASPFSAIFRLVFKPLQALGQFLKRSGSSSLPSGSSPSSLLISGGDDGEIEQGGVTHHSPTQVLKNFDE
IKFLKIELPSGELGIDDGVLLKWRAEFGSTLENCVILGASSVIPPTNSDKTEASSAPVAAVEDNGSIPESFYTNGGLKLR
VVWTISSLIAASARHYLLQPIIAEHKTLDSLVLTDVDGQGVLCMNRDQLEELRVKPLSASSASKRTLVPALNMRLWYAPS



LELPDGTVLKGATLVAIRPSESKKEVCDVSWVSSAFDEPYGVAAKMLVKRRTYCLEMNSF*                   
>Atha_AT4G13960                                                                 
MDHVSSLPDEVLYHILSFLTTKEAALTSILSKRWRNLFTFVPNLDIDDSVFLHPQEGKEDRYEIQKSFMKFVDRVLALQG
NSPIKKLSLKLRTGFDSHRVDGWISNALARGVTELDLLIILNLVTLKLNSVRVDWLAAGDIFLPMLKTLVLHSVRLCVDN
VNWGGKDVNVSNASLKILTVNYNICLGTFSVDTPSLVYFCFTEYVAIDYPVVIMQNLFEARISLLVTQDQIERARAPNID
WVEDDVVLRLVNMEKLIKGIRNVQYMYLSPNTLEVLSLCCESMPVFNNLKSLTLKSHKSRGWQAMPVLLRNCPHLETLVL
EGILHHVTDKCGYACDCVSREEKGCSLTSCPVKVLEIKGFRGTIKEMHMIKHFVNYFPCLMETNIYIEESGPPKLRVPQV
CEFIAEMMEHYGKSSSFNVQLLVGGYLYKKWTAQ*                                             
>Atha_AT4G11590                                                                 
MTTSQFKKSKLIENNSQSLEILKEKNFNDVPLDVAIEIFMRLPVKSVARFLLLSKFWAEIIRSRHFITSFQVRSSLQPRL
LVVFIDLNKQWNCEDWYFFSLSSSTTSYLSRVTCPFPDYVHYSHYVNGLISHGYGLEKFITNPSTGKSTVLGRVQTNSKV
AQCFLGYDPVNDEYKLLVLCMKEKMQRHDGRTRILQLSSQHQVFPLGVKKKPWRMIDYTTPHGPVLNSVCIDGVLYYVAF
TGEDLSQLSLMRFDLGSEKLDLFTSLPADFPAAFLHGFTLMRYKGKVALATKTLFIGIEVWVLDQQAEIHGWLKKSFSIK
GVRRWLFCDLFITGTTHTGEFILAPRFYSNSFYVIYYNPDTKSLRKTKVEVHGGYDFKHRETKAMVFPDYVETVRLL*  
>Atha_AT4G19930                                                                 
MAFSFDLAVIFQRERRMKRKSRVTIRRRRRRDMCKSHEPMPYIPFDLVIEILTRLPAKSLMRFKSVSKLWSSLICSRTFT
NRLLRVPSFIQRLYVTLTFLDNSLQRKSKLLSSSSSPGSDISTMSSFVVDRDLTTPSMKGYYLSHVLRGLMCFVKEPSVK
IYNTTTRQLVVLPDIEESNIIAEDHKNKKIMYRIGHDPVGDQYKVVCIVARPNDEFGELRRYLSEHWVFILGGDKSSGWR
KIPCPSPHLPITQILSINGRMHYLAWVQKFDPMLVTFDFSSEEISILQAPEDIRWFKSNPIEYYGKVALLNLSDLKRECT
MNLWVMEDVEKNMWSEKTLVVHPSQMDIVKSTSLRVAGTTRNNEVILVPHNIRYTLTGEVIVEPQNTTLLYIFLYDLQKN
LMRKVEIKEPPYHTKFWDVVGLDDVENFMYL*                                                
>Atha_AT4G38940                                                                 
MSSPIIIRAPKKQPPEPPCLISLLPEEIVVDIVARVPRCYYPTLSQVSRRFRSLVASPEIYKRRSFFGCTEQCLYIAISK
DQTSDIHWFTLCRKPNGQQFSGTTASDHRLVHIPTLPPMPMHGSYVGIGSNIFVMGGFCNWKITSSVSLIDCRTHTAQTL
PNMPKAVAFPVTELIDRKIYVIGGSDTLSPMKSPSRIMMVYDTDTEMWQLRARPDWEAGKKWFSSVVIGGKIYMRTYHNS
FVCDPNDTSCDRDEVLHSKEWWSACVIDDVLYYYDVRENCLRAYDPKQRAWGVVKGFEGLLPVACKWSKTVSYTGGKLVL
FLQKTEKTEIWCAEIAVERREGGEIWGKVEWCNVVLSGNFHIMDCVAVVL*                             
>Atha_AT4G26350                                                                 
MDIISQCPDHLLLRILSFIPTKDVIVTSLLSKRWGSLWRWVPKLEYDFTRQNMRFVKFVYRSLLQNNAPVLESLHLKNII
LYAECRTVDIGGWIDIAVSRRVRELEISINCSDEKFRLPSSLYTCGTLESFILTIKHCHLVDVPLAVCLPSLKKLHLRCI
GWAYNATLLRLISGCTNLEELRLARPDDDGDYIMIHEAGSTIDYMSIFERRYMFEFMFDQMFGKGSSNGINAPLKYFSIS
NNYRIHNFRGIEKMPDWVEARIAVTGGSHKYLKEITYAKGLYVCLSVSEVMNPYDMIFHMLVDLTICTCTQGWWDLLTHM
LQGSPKLRFLTLTNDHCRELPSLETPACWKRPSSVPACLLSSLQAFTWSGYKGRQGDKEVVKYVLRNATGLKKRIFISKS
NDFGEKFCMLQELASVPTPSPSCQLLFDRIF*                                                
>Atha_AT4G08980                                                                 
MEEDCEFRHWDELIPDALGLIFSHLPLQEVLTVVPRVCKAWNRAVTGPYCWQEIDIELWSNRFHQSDHLDRMLEMLIPRS
AGSLRKLSVTGLRNDSIFSFIAQHAGSLKTLKVPRSGLTNSGVVNVAEKLSSLTFLDLSYCCKIGPEAIQAIGKHCKSLR
EFCRNMHPLDVASVVSHDDEAYAIANTMPKLKRLEIAYHRVSTEGVLKILSCCVFLEFLELRGCWDVQLDNKFFKEKFPD
MKVLGPRVIGFYDMINDWEDCCSDYFSDGSDYLAWEFFEDGVMGEFYEDEFEHGWDDNFYAENAVLDMEPHIWPPSP*  
>Atha_AT4G00315                                                                 
MDKTSQLPDELLVKVLSFLPTKDAVRTSLLSMRWKSLWMWLPKLEYDFRHYSVSEGQGLARFITLSLLGHKAPAIESLSL
KLRYGAIGSIKPEDIYLWVSLAVHDSNVRELSLKLCTFAERPTKLPKSLYKCKSIVILKLKDEILVDVPRKVCLPSLKTL
FLGRVTYSDEDSLHRLLSNCPVLEDLVVERDRIDNLGKLSVVVKSLQRLTLKMSCPCHLDGIMMNTPSLKYLKVTDERQE
SDSDNESDSDSPRYFYDFEDMPKLEEADFVLTFQNIKKFFKFVTSIKRLSLCLGVYTEESLYHEGLVFNQLEQLKICSCD
SDWSILLSRLLESSPNLRELEAYVIEDHPDRRVDLPNQWGNQLNCVPKCLLSSLETFKWSEMYGLLQNQMDVAKYILRNA
RCLKSATIFFPTTYAKETRDEMIEELSLSFQGPETCQVFFH*                                      
>Atha_AT4G29970                                                                 
MDKKQDQSEENDLFSNIPLELMIEILLKLPAKSIANLIFVSKHWSSIILDKDITELYLTRSSTLPRLLFQVSVSRLKMQF
LHSSSLEGPSCDHHRVAVTLNHDLEYRFSPPVRGLICCLNDDIRIIRTEEHQVFTLGAKQEWRMIESRINHKLLSLISFN
LRSEEFNVIKFPKDVKHIWSSNLVNYNGKIALTSYSCNGTLDLWVMKDDASKQEWFKDTLSTGELIFAPCFITDPFFFIC
YDLKEKSARKVVIEGLGDDYVNVSLDHVESPMFLPKVCLSDDD*                                    
>Atha_AT4G00755                                                                 
MDFVNNLDTDTSLSILSCLDDPSDIVRASAVSRSWRQFVVKYSLSKNLCLKLFHQLSNVDHIIETSNDRNGESSEAGSSS
LMDTRLLEKEHRAFALLARGCMSSPIESCIADAIRASSTDNYPVESILNTLEKRDRIGRTPSYWSSTGQHKTTVPESLLY
KLIGDLCLITEVSIHPFQAYFQRGHPIYSSHYVRFRLGHEKDNSPHYNNSQDKKGEPGKSSIESNYVWTYTSQEFSMAQE
NRLQSFQLPEPVLCIGGYLLVEFLGRVQTQEMDGQYYICVSHVKVEGRSLAKSFRVENVDDNGKFGLKVLSYNDPKKMEE
MDAEAGQDMDAEAGQSQLRNLEQLLNLLHRHPLDVVDYVWPDESDDEYAESEDEAEP*                      
>Atha_AT4G11770                                                                 
MMNGIKSSPCNMPYLPDDLLLNILGRVSRLYYPILSLVSKRFRSLVGSLELYKIRTLLGRRTENCLYLSLRFSYGSNPRW
FTLCRRPTRTPSPEPNLKSRWFTSCFRPILTNLTRATSKEEKKLSENLMVSIPTSNDCPLSGLTCNTIGSYIYMIGGYIN
GVLSSRVFFLDCRSHTWHEAPSMQVARKSPLVNVLDGKIYVVEGWRGSDYSNLIEIFDPKTQKWEHVPSPSAEMRGRYIS
KGLVYEEKLYLFGDKNVVYKPKESRWDALGFDMNLWLVSYGSSCVIDNVCYMVFYKRLIWYDSEVRYWRVLKGLEKLPKL



RHRRSCIRMVDYGGKIAILWEKKVRVVGSDKKMIWCTEIALERRSAHKIYGKIEWCDVVLTVPKSCSLLEFIAVTI*   
>Atha_AT4G39560                                                                 
MSSPVKKMKKKTTTSPILSPTPHSTQILSLPVDLLISILARVSRLDYPILSLVSKSFRSLIASPELYETRSLLGRTESCL
YLCLGIPSDFNPRWFTLCRKPKPSGHVMAAISIPNSRPVHCSGLVAVGSDIYNIGGSIINEHSSSVSILDCRYHTWRDAP
NMLVERNSHAANVIDGKIYVAGGSRDSNSSNWMEVFDIKTQTWEPVLNPIADGCDRRIRKSAVIEEAICLFGYKGVGVAY
NPRIDKWEAIGEVNYLDLGWVWLLVA*                                                     
>Atha_AT4G09190                                                                 
MRKIQRITQFSDDNNRSQREHIPLDLIVEIVSSLPAKSIVRFRSVSKLWSSIITTPDFTSSVVTRSLSSRPCVLLIFQKH
DKLFFFASPVHQKKTCPNVENFQYTIPNNGKLQRCESVHGLIYLETSTNVMFIRNPITKSFFTLPKLDSKEGRPLTGFLG
YDPINGKYKVLCILKERNKIGILTLGAQESWRILSKGFLSHYKVTGYAKCIDGVIYYEGSFGDGLRQELAIMSFDLRSEK
FSLIKHPKKSSIATCWSSYEGRLALVSSIASGVSLWILEDADNHKQWIYKHFPSHREFIKERWKLKGVTRTGEFIYTSYR
AYVLNVEGRVLYQWFRILYVDPKRNSMRVVMHGGIAVDDIRRLDEVGYDLMKDLTVIPNHIQI*                
>Atha_AT4G22280                                                                 
MDRINGLSDDIICHILSLLSFKEATSTSVLSMRWRYLFAFRPNLCLDDQEVGGGDSFIDFVDRVLVVTGNFPIRRISIKC
RMSIDTGHVTRWMVDVLEHGVSYLDIDIISEDDIGFVPLEIFTCKTLVELKLARGFYAMVPDYVSLPSLKTLFLSSIWFC
NRDCCPLGRLLSACPVLEELTIIGGCWQHIEFCRTVSSSTLKKLTITSSFHYEYWGITIDTPSLAYLEYSDLVPRHFPFV
NLESLVEAKLALDLCSDSNPTNLIKGLRNVEVLELSSGYTSQILYDFREAIPVLSKLFRLSIKSNSRHYYIWNLLPILLE
KSPKLETLVIKGPLSADRYEREYGLSCPVKVLEITEYGGKYEELEQMEHFLKKLPCLELVKVRASAINDKEKSRITKDLL
MVPRSSNCNIKLKFC*                                                                
>Atha_AT4G02733                                                                 
MLSTENPNSSPLSDSLEFNERHLDSIISSLVTFPDSPSLSISSSFDRVLDHLLSSGDVSVQDQLVDRTLERFSLLLQSTK
RCSQKRATLHNSISWFLPSELTVKVFSMVDTKSLMQASACCTMFNNCAMDPLCYFHIDLTKAFKHVDDRVLRTLLNRSGK
QLRSLKLGRVDAPGCLFRSSCLPPLILYGNNARRALKLGRDPPGLGSLFTRSCFDPLKLTGNLLTSLHIYSLGFMNMNSF
LDPLSACSNLTDLKIVGVNVLLEPILELLARNCCLIEHLFLDNCSQGKTFTWWGFLYFTVA*                  
>Atha_AT4G13985                                                                 
MEEDRESRVSAKPSGDRVDRLRNLPDCLLFKILLNLPTKDVVKLSVLSRRWRNVWRYVPGLDLECGDFMVREYYDSSEFN
ALLGFVYRFLGFNSESCLQKFKLTVNWYDDVQLETVHFTEWFNAVVKRKVQHLHILDKTWGRDEVVIPPTVFTCGSLISL
NLYDVYLPNREFVSLPSLKVIVLDAVVFDEDFAFEMLVSGCPVLESLSVNKINLNDISESVQVSSQSLLSFSYVADDDDY
LEVVIDAPRLHYLKLNDKRTASFIMKNHGSLLKADIDFVFNLGSEYMFDPNYLPTRHIIRDFLVGLSGVKDMIISSSTLQ
VIYDYSRCEQLPLFRNVSFLRVEFADYRWEMLPIFLESCPNLKSLVLGFSIPPGKEGANILPGPRRFLTSLEYVKIAKPM
AAEASEIKLKLVSYFLENSTILKKLTLCLRNFREKEESVIVKKLLTIPRLSPSCQVFVL*                    
>Atha_AT4G11750                                                                 
MMNPPVDLPYIPDDLLLNCLARVSRLYYPILSLVSKRFRSLVASLELYEIRKLLGHREKCLYLNLRFSSESEPRWFTLCR
RPTRSPNPNFNSGWFASCFIPHTMKKEKKSSDNNLMVPVPTSNFITPPSELTRITNGSNIYIVRVFTNGAFSSRFLFMDC
RSHTLHEVPRMDKTKKKPFMIRVLDGKIYVIEGCKNPDYSNLIERFDLKTQTWEHVPSPSAEIRGSYITGSLVYDGKLYL
FGDKRVVYKPKENKWDVVGLEMPLRWTPSYISCVVDNVIYSYGRSRVLMWYNTEERLWRYLKGLKKLPKLPKDCTCVRLL
GYSGKVVVLWEKNVGGGDPQKKMIWCAEIALERRSANKIYGKIEWCDVVLTLPRSCSLLNFAAVTV*             
>Atha_AT4G25710                                                                 
MERLVSGETTTSSNMKKKKKKVSSTTNPSLPDDLVLVIIARVSILYYPILSLVSKSFRSLLASPELYKVRSLLGRRESRL
YVCINMYSYKNGPSWFTLCRKPDRTTTSSNKEEDRSSGYVLARIPIPHSPLTQRYSLAAVGSNIYNIGVTRYHHLTSSSV
WVLDCRSHTWRQAPSLPVELFRVSVSVLDQKIYVAGLHQEDGSDSLKNSVTVLDTETQVSDRVAIPCSVSQGKEIFISTS
VGGKVNLVTGRKVVDYNPVEGSWEEVGDTMCEFMFSKCFCVVGNVLYSCAIDRVFRWYDTEVRTWRNLECLIGGRLPKLS
PRAFVSLADYGGKLAVFWNQGVGDWQMLWCAVIALERRNTCEILGNVEWSDHVLHVPKIRSYYNALSATL*         
>Atha_AT4G22170                                                                 
MERKHNPNSWSDLPHDLLNLVFERLSFANFNRARSVCSSWYSASRQSVPKNQIHWLILFPEDNNNKNNSSCTLFNPDEKD
KLYKTQHLDEEFAKSVCRATYGSWFLMVDPLFNLYILNLFTRERINLHPVELLWKDYELGVSSRNRMKSRGGNVRSPVFW
IDEITKDYVVLWGLRDWCVFYSKKGDTSWNQIPQTPDCYRLRYKDHKLYFQGYFSSFKIFDLSGEIPQQTFDSLVFVDHC
HFRRWVLYSTLVVTLTGKVLNVEKMMDCSFTVFEVCSSGRRIHSLGDESILLEQGITVLANDTNGFIRNSIYFNNDCENI
EKHTYDMFIFNLETQKTEPLHTFDSSSFQFSRAHWFVPSFTLT*                                    
>Atha_AT4G33900                                                                 
MEYGEEPSIKRFLMLPDDLVFNCLARVSRLHYPTLSLVSKKFRFLLASKELYQTRILLGGTESCLYVCVRLHTDSEQLHW
FIIYQGPNSSKKVLVPISSPNFTSAALPGFVVVGHEIYAIGGGSENKNASINATGSKTYNALSSVMVMDSRSHTWREAPS
MRVARVFPSACTLDGRIYVTGGCENLNSMNWMEIFDTKTQTWEFLQIPSEEVCKGSEYLSISYQRTVYVGSREKDVTYKM
HKGKWRGADICLNHGWSLDPSSCCVIENVFYRCSLGDVRWYDLKKREWAALKGLEGLPTFTNYYRNFKSADHCGKLAISW
EEYVLVDDETKIWCAEIAIQKRQNGEIWGTLEWFDNVFISSGPNRHVDLLVNALTATVW*                    
>Atha_AT4G05475                                                                 
MATSTTLQSLLMKEDEEQRNKRRTTSTMFLKKDDEERINWVDLPPELTTSILLRLSVTDILDNARKLCRAWRRICKDPSM
WRKINLRDCLMYEFDFESMCRHIVDLSQGGLLEINIEHFVSDSLLSYIVDRSCNLKSLGISIYEPMTNKGVMNGIEKLPL
LETLVIFHSSIKLDLKAIGHACPQLKTLKLNSLGSELAHDISQVGYIPLLECDDDALAIAESMPKLRHLQLMGNGLTNTG
LNAILDGCPHLEEHLDVRKCFNINLVGNLEKRCMKRIKELRRPHDSTADYPYSISVSMVVQMMITSRYH*          
>Atha_AT4G14096                                                                 
MDLSGCRDIISSLPEAISCHILSFLPTKEAASTSVLSKKWRYLFAFVPNLDLDESVYLNPENETEVSSSFMDFVDRVLAL



QGNSPLHKFSLKIGDGVEPDRIIPWINNVLERGVSDLDLHVYMETEFVFPSEMFLSKTLVRLKLMLYPLLEFEDVYLPKL
KTLYIDSCYFEKYGIGLTKLLSGCPILEDLVLDDIPWCTWDFASVSVPTLKRLTFSTQVRDEFPKSVSIDTPNLVYLKFT
DTVAGKYPKVNFDSLVEAHIDLRLLQGHQGYGENDMVGNATDFIMRICNVKTLYLSSNTLQVLTYSCDAIPIFNNLTHLT
IESNPEVGWQSLPGLLKNSPNLETLIFQGLIHKATDKCGDVCLCKPREEIRSCLASSPVKVIKILKFGEISDDMEKQREQ
IKYFLETMPNLEKMILYYNTTSVEDVTEVSSRLQRLVSKLASSTCIVQLISDNLSLSSTVSTNGLLCF*           
>Atha_AT4G34170                                                                 
MDDGEELPVKTMLMLHDDLILNCLARVSRSNHPTLSLVCKRFHSLLASVELYQTRTLLGRTERCFYRQYSSRKILVQILS
PNSTSAGIAVVGPNIDAIGGGIKSNTLSSVMVMDSRSHTWREAPSMRVPRMFPSVCTLDGKIYVMGGCDNLDSTNWMEVF
DTKTQTWEFLQIPSEEIFGGSAYESVRYEGTVYVWSEKKDVTYKLHEGRWSAADMSANGWGWPGSSYCVIENVLYSCFVH
KIRWYDPKERVWTPLKGLPSLPCNGHVKLADYGEKMVILWEKYVDVDEKKMIW*                          
>Atha_AT4G07400                                                                 
MNIYIFSKEKKRKKVVCDNLSKTRGSRREHCEPHRRRMGQSTSKFRRSKTTFTSPVLPNLREQNSGADEPYDYISNLPDE
CLSLIFQSLTCADLKRCSLVCRRWLTIEGQCRHRLSLKAQSDLISVIPSLFTRFDSVTKLVLRSDRRSLGICDNAFVMIS
VRCRNLTRLKLRGCPEISDLGIIGFTENCRSLKKVSFGSCGFGVKGMNALLNTCLGLEELSVKRLRGIGAGAELIGPGGA
AGSLKVICLKELHNGQCFAPLLSGAKGLRILKIFRCSGDWDRVFEAVRDKVNAIVEIHLERIQMSDLGLTALSKCSGVEV
LHLVKTPDCTNVGLALVAERCKLLRKLHIDGWKTNRIGDEGLIVVAKYCWNLQELVLIGVNPTKLSLEAIVSNCLNLERL
ALCGSDTVGDTELCCIAEKCLALRKLCIKNCPITDDGIKALGNGCPNLLKVKVKKCRGVTTQGADLLRKRRALLVVNLDA
PETPIVEGSVGEGGAQENAVEFPPSRLQIPTIGLASGSTSRSSSFKLRLGFLSQRNFVSCALRRLGSRSRSRNE*     
>Atha_AT4G10190                                                                 
MTKRNIVDLPEDLVMEILARVPTVTLVRLQSTSKRWNVLIEDKRFAEQHFTNAPRHSLLIMLMTFRVYLVSVDLHTIHNN
KVNIISQLRLKDPLSNFLEEVDICNVFHCDGFLLCTTVDNRLVVSNPCSRDTKWIQPRNFYKKFDIFALGKSSCNKYKIM
RMDQFYPDRPEFMNYEIYDFNSNSWRVVGKITDWFIPRCMDRGMSVNGNTYWLASTNKDLTSSSFLLGFDFSTERFVRVS
LPGDHLSDPVFALAVTREDPKICVAIIQELHIDVWIATTIESTGAASWSKFLSVELANLYERICLDSWMNFLVDQKNKVL
VYRDGNYWISNVFLHVVGEDKCIQVDHHDSVSRCSLVVNYVPTLVHI*                                
>Atha_AT4G22430                                                                 
MFVSLVTLSITQFPMEKPNNTITDVLEGIVTEILVRLPLRSISRFKSVSQTWKSAIESVYFRRLFVSLHQNTSSSWSLLL
RKEEFIDFHGCGTWGLPKSLGSYIQCMELDGKFEYMWFSGSNGLILMHRKLGTWKNYVGNPVLQQWVEIPACPGSYTFFC
GVVTGVDEVGVVLSFKVVKSGNMFLNKGEMYMPLYVYSSETGFWIHKEVVCPVRLPNFYDPISLNGTLYFSQRGDSYNRR
PGLMVLDFYGKPKDCHFIPLPDHALNRNKTCLATSSGFVMYIKTLAQPGGNLLKVWRLIDDSAWQLMWEVSIPFIGCYAP
MSMHPFDRNIVYLWSHDNCYLMSFNLQTQNYKIFGDESKHHDCYINHRTCEKHMYKISRPYSVSEYEGPIILQQWVLSRW
MQSVPRPPEVEMIDTTSLLSLVVKNEE*                                                    
>Atha_AT4G05470                                                                 
MTASSKMTSSTTLLSLFMKEDEEGRNKKTTTSTTLESLLMKERRNWVDLPPELTTSILLRLSLTDILDNAQKVCKEWRRI
CKDPSMWRKINTRDCLMYNFDFVSMCRHIVDLSQGGLLEINVDEHFLSDSLLSYITDRNLRSLGLGMCFPRVTKLGVVNA
IAKIPLLETLEVTHSCIKLDLKAIGHACPQLKTLKLNSLGRLWPASDKYDSNVLDDMGPLECDDDALAIAESMPKLHHLQ
LMANRLTNTGLNAILDGCPHLEHLDVRKCFRISLVGNLEKRCLEMIKELRRPGDSTADYPYNGV*               
>Atha_AT4G19870                                                                 
MKRQAKPPEKKTKRTTNASSPTPSSSSPSLSSLPDEIVENCLARISRSYYPTLSIVSKSFRSIISSTELYVARSHLRNTE
ECVYVCLSDKSFEFPKWFTLWVNPNQANSMVEKKRKKKKTIGKLLVPIPSSNLSPVSKSAIAVGSEIYVIGGKVDGALSS
AVRILDCRSNTWRDAPSMTVARKRPFICLYDGKIYVIGGYNKLSESEPWAEVFDIKTQTWECLSDPGTEIRNCTIYRIAE
IEGKIHFGYTQKTYAYDPKQGEWECCEGEVAFPRSQCVMESVLYTFANNYTWEDDYGCKWWSTDGYGEKVKGLESLLEIH
KRNGGSSDNTTKLVACGGKLLLLWEGYMKHNPNNRKKIWCAVIALEKRDGGKVWGIVEWVDVVHIVPTSCKLLHCLVVSV
*                                                                               
>Atha_AT4G29370                                                                 
MIPKEEVERPQKKTKLPSLPCETSLFLQLPDEILVNCLARLSKSSYRSLSLVCKTFRSLLHSQPLYSARYQLGTTEICCL
YLCLRFVTATEPVSRWFTLSRRSGSVLVPSDHSLPYSNSTVTMGSKIYGEHMGDAFGPSSAIWIYDCFTRSWGDVPNMKM
KRENASACVLDDKIYVMGGCDSGGINWFEMFDVKTQCWRPLPANPDVKVMTEDNVRKIDVVGGKIYVKTGAEFMDWIYDV
KRGKWSAADEYMSLLWSNSWCVIENVMYCYSCSRYRWYDLEARMWREVKGLKYLKRYSSASNDNRNRMVELVNFGGKLAI
LWDRFERPGRSENKNIWCAMVALNRDFEGEIWGTVEWLNVVLTVPKSYNFLRPIAVSV*                     
>Atha_AT4G17200                                                                 
MTTMSDLSPDLVGEILTRVPMTSLISVRCTCKMWNALSKEGIFFKAARKQFMGFTMMDSRVCSMKFDLQGIRNNEHDFVD
PCIKQIAKLDQIEVSKVLQCDGLLLCVGKDNSRLLVWNPYLGQTRFIKPRKRFNKLEWYALGYDNNHNYKILMNYDTGHL
FGYEIYDFSSDSWRVLDVSPDCHIPFHQQSVSLNGNTYFLAQEKIIVEGEEEEVVDEIEKFLLCFDFTTERFGPRLPLPF
HSDVLETVAISCVRDDQLAVLYQRFETWEIWVTTKIDPTAVSWSMFLSVDMEPPTGCQFDDEAGSFFIDEENKVAVFFNS
DLFNPRVENRNRRYPTAYIIGQDGYFKSATLREAPDLVKPDPYVYCCPLVWSSYAPSLVQL*                  
>Atha_AT4G22030                                                                 
MASLQASRFMLTTSCSSCTRTRSAISIPKLPKFNVSIPQIPIKNRNFRVEEPILRLDGFAEDLDLSLSERQRQKKRGCDD
QVLQRSRLMAVLEEVIDRVEMHKNIGEQRNNWNSLLLNSVNMITLTAALMAGIASMNASGIDSVSAVSIASTVLLASATG
LAALMNKIQPSQLVEEQRNATRLFKQLRNRIEMVLREKSEDGISEEDVKEAIKRVLCLDKAYPLPLVGTMLEKFPQEFKP
ATWWPETKPEPTHSRTEANGWNSELEMEMREVVEVIKSRDAEEYEKLGNVALKLNRVLAISGPVLTGIAAVSSGFIGHGS
GLAGVVATTCASLAAVVNTLEHGGQVGMVVEMYRNSAGFFSLMEDTIKTERRENGQVFETKVALKLGRSLSELRDLARRS
SLSRFDGSSWSKLPSDLLNMVFERLGFADFQRAKSVCPSWLDASRQSASKNQIPWLIMFPEKGFFGDIPRQIFETQVNYD



VLANGVRRVRPELGNVFHIKNTHLVVTMTGETLRVDSIIRSDSDVWSFCIYQMDSSNSKWEKLTSLGDEAILLDQGITVL
ANAIEGVNRNSIYFSGVQFQYGYVSSEKDICVFNLNTQKVERPYRNISSFIQSCDARWFVPNITRT*             
>Atha_AT4G27050                                                                 
MDTDLISNLPDDVLGKILSLVPTKLAAATSVLSKRWRNLLPLVDSLDFDETMLFYPDNKDGEDEASSYESGQRRRHSFSH
FVDKTLALLSNAPLTEKFSLKCYHEDDGARINRWIRTALERGCLELNLEAANYLPIDSQYFTSNTLVKLTISDGFYPGGH
LLPFGGVFFPALKTLTLVSVCFTSVEMINFFIHGCPALEELFLCVWMQYMSSPNVKRVTITSDFDDDIQRPSMVLKTPSL
VYLDYSSYVAGNYYVVLDSLVEARLDLRLYEPIIYDEDGLWNAEVFGNITNLIEAIRTIKILHLSPSSLEVFYYCCDLPV
LEDLVNLSIESDKEKGWEVMPRLLNKSPNLQTLVVKGLVHRVTYCCGDACACIRMKDREIVSCLSRCRVKVLKILGYGGS
FRELKQMRHFLGKLKCLETVKVGVKEGSKKSNYLVANVMALPRVSSKCKIQFI*                          
>Atha_AT4G39550                                                                 
MSSPEKKRKTTKKPSPTPQSTTPNPSLPDDLVVSCLARVSRLYYPTLSLVSKSFRSLIASPDLYKTRSLLGRTESCLYVC
LQEKDSDPNPRWFTLCLKPNRTLTNDITEKKKKKKKKKKMSSGYVLAAIPVLHSRPAYWSGLVAVGSNIYNIGGPIDKAH
SSIVSVLDCQSHTWHEGPGMRVERRYPAANVVEGKIYVTGGCKDCSNSSNWMEVFDPRTQTWESVSSPGAEIGGCSIHKS
AVVEGEILIANSHGLIYKPKEGRWERMKWDMDIGWVWYSYCVVENVLYYYYKGVFKWYDTMARLWRDLKGVKGLPRFARC
GGKMADYGGKMAVFWDKIVTSDDGCKNKMILCAVIALERRNSEEIWGKVEWHDAVLTVPLSYEVVYALSPTV*       
>Atha_AT4G22660                                                                 
MEKNQNPNTWSDLPLDLLNLVFKRLSFANFRQAKSVCSSWYSASKQSVPKNQIPWLMLFPKDKNNNKNSSCTIFFNPEDK
DQLYQTQDLGVEFAKSVCLATYGSWLLMQDSKYNLYILNPFTYEKIGLPAIESQQVGMVKVDQTIDDDFLTFDDHNHVKL
FKGNNTVRTPVFWIDEKTKEYIALWGLGYWCVVYAKNGDKLWNQIPEIILDSLDMVYKDHKLYSFSYRNLFTILDFSGEI
PRKAFQCFMHVYRSEWLSPRSRQLSNSWCVAETKLVVTVTGDVLLVERMLRHWSRIQSFNVYKFYSSGTFLDKYELADSL
GDEAMLLDLGITVLANEVEGLHRNTIYFSDSHDTTTKDLFLFNYETREMEPLHKFDFDCSLLELSARWFLPSFSHT*   
>Atha_AT4G10740                                                                 
MRTTMSNLPKELVEDIVSRVPLHCLRAMRLTCKNWNALLESQSFKKMHIRKEEEAARELGENRMIVMMDYNVYLMGIIVN
ENLSIKSLGKLTCLHGSKQVKISQVFHCEGLLLCILKDDDTKIVVLNPYLGQTRWIQTRKYHRTSEWEGRDVYNYALRYE
TNSGNRSPKILRFIDDFHHHPENPALRYETYDFDTDLWTTLDVSPHWRIISRCGGVSLNGNTYWGAVERNASAYIGHMIC
FDFTRGGFGPLIPLPFKARGLVFAPLSSDRAEKIAALFRTSKKVVIWITTKIDATNVTWSNFFTIYISNLERNLSCKSFF
TIYISNLERNLSCKSFFIDMEKKVAMVFDKEKGKKVAHNIINIIGEAGCVRKLVLKESGDKSCWPLVCSYVPSTVQIKQH
NRGKRQKKVIRKGIDIDMRHDKRIKVD*                                                    
>Atha_AT4G39570                                                                 
MSSPERKRKRVTSTKNPSVKKKKKISPVPTPIPSLPDDLLVSIFARVSRLYYPILSLVSKSFRSLLRSPELYETRSLLGR
TESCLYLCLQEGNPDPNPLWFTLCMKPDRTLKNGKKKKKKKMSSGNLLIPIPVPNPPLEHWSGHASVGSDIYFFGGYMEE
NVRSSRVVILDCRSHTLREAPSLQMERSDPAASVIDGKIYVAGGVDGDDADSLYPIEVFDIKTQIWDHRPIPYWEKDWGA
LSRSAYVDGKFYLTIGMKVMAYDLEESRWDFAGYQMGQSWFWSCNCVIENVLYCYGDAFRWFDTKLRLWKVMKVKGLPKL
SRNVDVKIADYGGKMAIFWDNPSPSASDTNKIIRCAVIALERPNSEEIWGTVEWHEAVLTVPVSYEFEHALAVTV*    
>Atha_AT4G26340                                                                 
MDRISQLSDDLLLQILSFIPGKDVVATSLLSKRWQSLWMLVSELEYDDSYHTGDYKSFSQFVYRSLLSNNAPVIKHLHLN
LGPDCPAIDIGLWIGFALTRRLRQLKINIRTSSNDASFSLPSSLYTSDTLETLRLINFVLLDVPSSVCLPSLKVLHLKTV
DYEDDASLPSLLFGCPNLEELFVERHDQDLEMDVTFVVPSLRRLSMIDKNYGQCDRYVIDVPSLKYLNITDDAVYDVRQI
ENMPELVEAHVDITQGVTHKFLRALTSVRQLSLCLSLSEVMCPSGIIFSQLVHLNLSTVVKGWWDLLTSMLQDSPKLQSL
KLIDKQHESGLCGIETPIGWKLPSSVPECLLFSLEAFEWIGYKGRRGDREVATYVLKNAACLRTAKFSPESTDVGEKYHM
LKELASVPTASTSSKLLFD*                                                            
>Atha_AT4G19330                                                                 
MERETSSSSTPPEDLVTSMIGKFVAVMSNNDIRYEGVISLLNLQDSKLGLQNGNNSIPNPLQDLLFMIFFFSIVRVYGRE
VENDNEQRVFQVLKEVHSHMVFRGSDIKSVEVLSLPPPARHNSAIGHVGSLITTEDVRIEGVISHVKFHDSMIFMKNCMC
YGTEGRTKRRRSIVACNQLADDIVLNILARISTSYYQTLSLVSKTFRLLILSKELDMERSYLGTRKPCVYVCLQSPTHPF
DRRWFGLWIKPYDHQPLTHWTIDIKCTGHWLLPMPSPYSRCLQIVHETVGSETYEIGGQNMTPSTDVWVYDKLIGKQRKA
PSMMVARKNAFTCVLDGKLYVMGGCEADESTHWAEVFDPKTQTWEALPDPGVELRYSSVKNIQTKQGKVYVRSNKKNFVY
LIKECMWEVAEENLGESTCEIENVCYCYSNKRYWWYDAKCEEWRLVKGNYGGKLVVFWDRAVSRLTATKEIWCAMISLEK
GHDGEIWGHIEWLDAVLIAPRSLKLIIQLVLIRTIYIIDIYSFLFSVMFFILYFIYI*                      
>Atha_AT4G05460                                                                 
MASSSSPPAAMEVGESTNWTELPPELTSAILHRLGAIEILENAQKVCRSWRRVCKDPSMWRKIDMHNLGDLDDMDYNLEI
MCRHAVDRSQGGLVDIGIWYFGTVDLLNYIAHRSSNLRSLRLIRCSQITDDGFVEAVVKLPLEELELSYCSFSVESLRVV
GQCCLNMKTLKLNKHPQKENDDDALAIAETMPKLRHLQLCGNGLSDTGLNAILDNCSNLEHLDLRRCFNVNLVGDLQKRC
FESVKVVRHPNDSIHDIDIGSSEDEDPYDFSDIDLMSGDDDFEGYYDFSGASDFSDYDQFDF*                 
>Atha_AT4G29420                                                                 
MDELPPELWIKILSRINDSESLARCRVASKTLNSLSREVRAVNLICTWSRYLKSRSIVVVTPFKTIFRSLIENSSKIRSI
SVGVDKALKGMSFDDFNEEDSKDLYLTDVEFVKEWLPRVREDLENLSISDFWIQSCWRKSDILALISSNCSKLVKLEVKN
AWLSVVGLTEMPNLRYLTLEFIRLDDENLEKVNDCFPFLQELNLIGVGGLKEPRIHFLHLKSCHWTVSNAPLSLAIVAPN
LLELKLKCNKPKSLLVETPKLVQCHLSVEDAEGVSFGEFQDLKTLELVSPDMYRLISNISFGNKIKKLAVDSVKSIEQSE
RLELGLATILKAFPGITSLSLSPRTWSDIETHFQSQGGLGDMKGTDSLKQITARVQMSDHTNVHQTVSFIRSIVNKYRGL
TDMRLMIHQDKDPRVRSNLISTCMMSNPRVRWKWGMWAEGGEDMWV*                                 
>Atha_AT4G17780                                                                 



MEEEEKNPSSIYIVADLLEDIFLRLPLKSILISKSVSKRWRSILESKTFVERRMSLQKKRKILAAYNCKCGWEPRLLPGS
SQCKGNEEIVYLHCNAAQPSFTCDGLVCILEPRWIDVLNPWTRQLRRYGFGFGTIFGVGSAFSPRHWAMGFGKDKVTGSY
KVVKMCLISFSEICARDPEVEYSVLDVETGEWRMLSPPPYKVFEVRKSECANGSIYWLHKPTERAWTILALDLHKEELHN
ISVPDMSVTQETFQIVNLEDRLAIANTYTKTEWKLEIWSMDTEVETWTKTYSIDLENRVASRERRNRWFTPVSVSKQGNI
VFYDNHKRLFKYYPRKNEILYLSADTCVISPFFENLAPLPQKSTLHTPIIAGEPNAPLTTLVVVGSIWSPLFLFSVKL* 
>Atha_AT4G15475                                                                 
MRGHDRINNCLPEELILEIFRRLESKPNRDACSLVCKRWLSLERFSRTTLRIGASFSPDDFISLLSRRFLYITSIHVDER
ISVSLPSLSPSPKRKRGRDSSSPSSSKRKKLTDKTHSGAENVESSSLTDTGLTALANGFPRIENLSLIWCPNVSSVGLCS
LAQKCTSLKSLDLQGCYVGDQGLAAVGKFCKQLEELNLRFCEGLTDVGVIDLVVGCSKSLKSIGVAASAKITDLSLEAVG
SHCKLLEVLYLDSEYIHDKGLIAVAQGCHRLKNLKLQCVSVTDVAFAAVGELCTSLERLALYSFQHFTDKGMRAIGKGSK
KLKDLTLSDCYFVSCKGLEAIAHGCKELERVEINGCHNIGTRGIEAIGKSCPRLKELALLYCQRIGNSALQEIGKGCKSL
EILHLVDCSGIGDIAMCSIAKGCRNLKKLHIRRCYEIGNKGIISIGKHCKSLTELSLRFCDKVGNKALIAIGKGCSLQQL
NVSGCNQISDAGITAIARGCPQLTHLDISVLQNIGDMPLAELGEGCPMLKDLVLSHCHHITDNGLNHLVQKCKLLETCHM
VYCPGITSAGVATVVSSCPHIKKVLIEKWKVTERTTRRAGSVISYLCMDL*                             
>Atha_AT4G39756                                                                 
MDSEAEPPQEKKKPNSCPSFLSLPEEILVNCLARIPKSYYPKLSLVCKSFCSLILSMELYVERLYLGTHEDVLHVCLQLP
DRRLPSWFSLWTKPDQTLTNDIGKKKKSTRNTLLVPIPSSYSPRVPMFIGEIGSELYAISKHNTPSSVMWVRDKTSIYAW
RKAPSMTVARANVFAYVINGKIYVMGGCAADESKYWAEVFDPKTQTWKPLTDPGAELRVSSIIGMAVSEGKIYVKNSYVK
DYVYDPEEDKWDVVASSFMIERKCEIENVLYRFSRQSCSWYDTKHKEWRDIKGLATLNRRRRSSILEVAKYGDKVLILWE
IFAKPFYQNKSIWCAVIALEKRKIDEIWGKVKWASIVLTVPRSYVFLRCEVKPV*                         
>Atha_AT4G22060                                                                 
MDPPSLMSDGSSWSKLPLDLLIMVFERLGFVDFQRTKSVCLAWLYASRMSAPNKQIPWLIMFPEKGKDFCLLFNSEEKEK
IYRIQNLGVEFANSHCLAIYGSWLFMRDPRYKLYIMNLFTRERINLPSVESQFGRIKIEQINDDLFYRKVDDEYDYHPKR
HMIDISDHILWIDDKTKDYVVMWSFECGYTYMVYCRTGDNIWNYRSLDISTVNIVYKDHKMYLYSYTRDVKVLDFCEDIP
RQIFETQVNYDILMEKGFRSDVDDVLNDKKEHLVVTLNGDVLRVKSKIWDNSDVWSFCIYKLNSSNTYWEKLTSLGDEAI
LLDLGITVLANTIEGINRNSIYFSGYHRPHYFRFDHVWSEKDICVFNLDTQEVERPHQSICSSIQISGARWFVPNFKHI*
>Atha_AT4G23580                                                                 
MEYGEEPPIKRTRRSFLMLPDDLVLNCLARISRLHYPTLSLVSKTFRSLLASTELYQTRILLGRTESCLYACLRLRTDSE
LLHWFILCHRPHSSKNVLVPISSPSFTSPSLPGVVVVGPDVYAIGGGSKNKNVSIYATGSKTYNALSSVMIMNSRSHTWH
EAPSMRVGRVFPSACTLDGRIYVTGGCDNLDTMNWMEIFDTKTQTWEFLQIPSEEICKGSEYLSVSYQGTVYVKSDEKDV
TYKMHKGKWREADICMNNGWSLSSSSSYCVVENVFYRYCEGEIRWYDLKNRAWTILKGLGRLPSLPTSHSNVKLADHGGK
MAISWEEYMFVDREKKIWCAEIAIEKHQNGEIWGTLEWFDNVFISKTPNGYVGLVHALTATVW*                
>Atha_AT4G05010                                                                 
MAYLSDGFEMKSTREYERLGLGFVRFTRGLGRKRILISKRAPENDSPPVKRPSHETTESCRSLLETLHQDILIRVLCHVD
HEDLATLKRVSKTIRKAVIEAKKSHFDYSTPKKRLPFRDAILILDSNSNSSSQDDEMEPPNAPIRRRFINRESDLSKISM
VLFK*                                                                           
>Atha_AT4G05497                                                                 
MSSSSSSPFPQAMKNGEYRNWAELPPELTSSILLRLGAIEILQNAQRVCKSWRRVCQDPSMWRKIDIRIKENLVNSVELF
YVIEPLCCRAVDLSQGGLLEINIDYLVNTSFLNYIADRSSNLRRLGVVDCAPVLSRGVVEAAMKLPLLEELDITYKSSIR
EQELKVVGQSCPNLRTLKLNCTGDVKCCDKVALAIAETMPGLRHLQLFRNGLSETGLNAILEGCPHLKNLGLHQCLNINI
VGDIVK*                                                                         
>Atha_AT4G38870                                                                 
MKTLGFSPKQKFCARRQTQRWLPEGDRSSSFTPSTMETQRKKFTKVSVNSELLPVDLIMEILKKLSLKPLIRFLCVSKLW
ASIIRDPYFMKLFLNESLKRPKSLVFVFRAQSLGSIFSSVHLKSTREISSSSSSSSASSITYHVTCYTQQRMTISPSVHG
LICYGPPSSLVIYNPCTRRSITLPKIKAGRRAINQYIGYDPLDGNYKVVCITRGMPMLRNRRGLAEEIQVLTLGTRDSSW
RMIHDIIPPHSPVSEELCINGVLYYRAFIGTKLNESAIMSFDVRSEKFDLIKVPCNFRSFSKLAKYEGKLAVIFYEKKTS
GIIGLWILEDASNGEWSKKTFALPNLAASSTNSRILKLQKFRTTDADTCEIIFTPSYAHSSLSSAIYCDLKENKVRKFVK
EGWTENYLPCNADSVSSTQVENLMFL*                                                     
>Atha_AT4G39290                                                                 
MLMSKEDESQMTFSMLPDDLVLNCLARVSKVYYPSLSFVSKKFRSLIASTELQELRSFLGCTSSGLYVCLRFRTNTDYRQ
ICFTLRQKISSSAKILVPISSLDSPFDYRSGVVAVGSDIYAIGGRNLNNSASSKVMVMDCRSHTWREAPSMRVARDDFPS
TCVLNGKIYVIGGCKNLDSTNWIEVFDTKTQTWEFLQIPNEEVCRGFNYKIVGYKEAIHVSSLENNRATFMTYEIHKGRW
REPHLSLSHGFHFSNCVIENVFYRYSYEMLQWYDSCRKIWKNLKGFVRRSIMNPRGEGVKMVNYGGNIVLLWEECVTIKK
KLIWCEEVVIEKKHQGEIWGLLKWSDVVFITDEKNQLVRALAPDV*                                  
>Atha_AT4G39753                                                                 
MVTFWAETAASAATTSKGEPPSKKRKTNPSPPPSLLSLPDVLILNCLSRIPKSYYPKLSIVSKTFRDLIISIDLNHARFH
HKTQEHFFHVCLKLPDRPLPSWYTLWIKPQGFDDKEEEKKKKKKSTLVQVPSSYASQTPLLVVGIDSDVYAFKQCYPPSR
VMFVRNKECVIWRNAPDMTVARANPVAYVFDRKIYVMGGCAETESANWGEVFDPKTQTWEPLPVPSPELRFSSMIRKIEM
IQGKFYVRSNDSKDSVYDPIREKWNVAAKPQLNDSRCSVGNVWYSCRPNSFLWFDNEIKNWRLIKGLSSLNHSCRSGLIE
TVCYDGNLLLLWDKPTKPRRRVCEDKYICCALISFNKRKNGQVWGKVEWSNVVLTVPSSYRFLRSTVIRT*         
>Atha_AT4G12810                                                                 
MTHKKQKKEMSDSEKKTFNEDSKHSILAVDLVRLILERLSFVDFHRARCVSSIWYIASKTVIGVTNPTTPWLILFPKGDV



EIKKDSCKLYDPHENKTYIVRDLGFDLVTSRCLASSGSWFLMLDHRTEFHLLNLFTRVRIPLPSLESTRGSDIKIGNAVL
WVDEQRKDYLVVWNISSLFGYHKKGDDRWKVFKPLENERCIIAMVFKENKLYVLSVDGNVDVFYFSGNDSPVRCATLPSS
PLRKGHKVVVTLSGEVLIIVAKVEPYPRTRLCFFAVYKMDPKSSRWETIKSLAGEALILDLGITVEAKVMKNCIYFSNDQ
FHRYNENSLWNVSNKSGVFVYHFRSANVVQLVELLTASSRTSKILFKDARCFFPTFTSKWLL*                 
>Atha_AT4G05490                                                                 
MVTSSSSPPLATSQLPVMKGEEKPSNWAELPPDLLSSILLRLSPLEILENARKVCRSWRRVSKDPLIWRRIDMRNLRRLY
CIYAMEACCRHVVDLSQGGLLEFNIDQWRFQTTSLLNYMAERSSNLRRLRVKGGQITSVGIFEAIVKLPLLEELELLYCS
IEEEHFKTIGQACPNLKTLKLVGFWSHLNESDNDALAIADTMPGLLHLQLISNGLTNIGLNAILDGCPHLECLDLRQCFN
INLFGDLERQCLERIKDFRCPNDVLDDYNYVIFSDNGSIEDEKGEEEENYSYGSDDTEYGYRRSADF*            
>Atha_AT4G39590                                                                 
MFPMSSTSRSSAANNRKDPPRKKNKETPSPVTREPTSIDSLPNDLLLNCFARVSRMYYPALSRVSKRFRSIVTSPEIYNT
RSLLNRTEKCLYLCLRFPFDNNTHWFTLYQNPNRTVSDKVFLQIPSPQYPLTLSSNLVAVGSNIYRIGGTVGDDSCPLGF
DREPSSKVSILDCRSHTWRDGPRMRLNRRSSTTSVVDGKIYVTGGTEDTDNPSHWIEVFDPKTQSWGTVTNPHIVKVWEE
VCYRRAVKSIGHDGKLYLSGDKYVVYDPDEGKWNSVEEHWLIGYAIGSSNCVVDNILFYWDQGVFKWYDSKVSSWKQLKG
LEGLPDDFSQREYCKLVDLGGKMAVLWDKWEYSGVCMIFCAEISLEKRDGDEIWGKVEWFDTVLEVGASCSLKSADALSA
SV*                                                                             
>Atha_AT4G14103                                                                 
MDLSGSRDVISSLPDDISSHILSFLPTKEAASTSVLSKKWRYLFAFVPNLDLDDSVYLNPENETEISTSFMDFVDRVLAL
QGNSPLHKFSLKIGDGIDPVRIIPWINNVLERGVSDLDLHLNLESEFLLPSQVYLCKTLVWLKLRFGLYPTIDVEDVHLP
KLKTLYIEATHFEEHGVGLTKLLSGCPMLEDLVLDDISWFIWDFASVSVPTLKRLRFSWQERDEFPKSVLLDTPNLVYLK
FTDTVAGKYPKVNLDSLVEAHIDLRLLKPLLINYHQGYGENDMVGNATDFIMRICNVKTLYLSANTLQVLTYSCDAIPIF
NNLTHLTIESNPRVGWQSVPGLLKNSPNLETLIFQVIKILKFGENSDDMEKQREQIKYFLETMPNLEKMILYYNTPSVED
VTEVSSRLQRLVSKVASSTCIVQLISDNLSLSSTVSTNGLLCF*                                    
>Atha_AT4G21240                                                                 
MDRREEEEEETGYGEKGTRNQSKEDESRLGKIFELIPLDMIPDILLRLPAKSAVRFRIVSKLWLSITTRPYFIRSFAFPS
STRLCLMACVKARDMRLFISLHQHDDGSYAHVDRCEIKSPKHDYYNPSSESVNGLVCFGDFYNIVVWNPSMRQHVTLPEP
KPHSTVRYFIRSCLGYDPVEDKYKVLSISGYHNGNHDPLVFTLGPQESWRVIQNSPLDIPLPTGGSRVGTCINGHVYYEA
QIRFKVDDIFNFENILMSFDVRYEKFNTIKKPADPTLRNFMLNYQGKLAWFCSDYSSIRFWVLDDGDKQEWSLKNFILPF
PISPEIDPIFECRVMLTGVTHDTGEFIFINATMCDAFCVLYYDPKSGSERRIEYEGIGDREFCINTGILECKRFTIDWFP
NHNESLMSLVNVLKKAD*                                                              
>Atha_AT4G24210                                                                 
MKRSTTDSDLAGDAHNETNKKMKSTEEEEIGFSNLDENLVYEVLKHVDAKTLAMSSCVSKIWHKTAQDERLWELICTRHW
TNIGCGQNQLRSVVLALGGFRRLHSLYLWPLSKPNPRARFGKDELKLTLSLLSIRYYEKMSFTKRPLPESK*        
>Atha_AT4G19865                                                                 
MNFQVEPPEKKKTKNSSPPHSPPSSSSPSLSLLPEEIVVHCLARISRLYYPTLSLVSKSFRSILSSTELYATRSHLGSTE
QCVYLCLWDPSYQFPQWLRLLVNPNRTLANSIIKKRRKKKKTTGQMLVPLTSSKFTSVSKATVVVGSEIYVLGGPVDSAV
RVLDCCSHTWRDAPSMNVSRMNAWACFHDGKIYVMGGCQGLKDEPWAEVFNTKTQTWEGLPEPGSEVRKCSIDRSGVIEG
KIEFGNVNEMCAYDTKLCKWEYCVNKSAALRSECMIENVSYGFWNMRLLWYDNDIQKDYWKRLEGLESLDDKYMRNGGSS
GNTTKLVACGGKLLLLWEGYMKHNPNNRKKIWCAVIAIEKCDGGGVWGIVESVDVLYTVPISCQLLHCLVVSV*      
>Atha_AT4G10400                                                                 
MDRISGLPDEVLVKILSFVPTKVAVSTSILSKRWEFLWMWLTKLKFGSKRYSESEFKRLQCFLDRNLPLHRAPVIESFRL
VLSDSHFKPEDIRMWVVVAVSRYIRELKIYSSHYGEKQNILPSSLYTCKSLVILKLDGGVLLDVPRMVCLPSLKTLELKG
VRYFKQGSLQRLLCNCPVLEDLVVNLSHHDNMGKLTVIVPSLQRLSLSTPSSREFVIDTPSLLSFQLVDRNDNSHTFLIE
NMPKLREAYINVPFADIKSLIGSITSVKRLAISSEVGYGEGFIFNHLEELTLWNKYSSNLLVWFLKNSPNLRELMLVSET
DDHENLGMLSWNQPSIVPECMLSSLQKFTWFKYLGRPQDRDIAVYILKNACRLRTATIKSDTRLFTKLEMITELRLSSQA
SSTCELNFS*                                                                      
>Atha_AT4G39240                                                                 
MPFSAASSSSVSSIAEEPPPKKQHDPSPSCSSYLLLLPDEIILNCLARLPKCYYPVISLVSKTFRRLIASPEIYVERSLL
RRTERVLYVVLRSHATETPRWYTLNFKPFGNDSNNHRLVPIPSFPSIPCWGMSIVAIDSEIYVLGGCIDNELVSTGFVVE
CPSHTCRLLPSMKQARGCAAVGFFDGKLYVIGGCNPLSVNWVEAFDLKTQTWESGLGVNNVEMHDLTIRSFAIDDKIYIM
DRKNSFVYDPKEGTLETDELLDTQWSVGSCVIDGKIYTFGSKNRIWVFDPIAMVWDRLKGLDDLPDKRDGSRMSNLGGNL
AIMFNLEKGSTKICCTEIRLERREGGKIWGTVLWSNIVITLKEPSTIVRCLTVTV*                        
>Atha_AT4G39760                                                                 
MISQEEVPQSTNHSLSFSSLPHEIVVSCLARVSGSYYPKLCLVSKQFRSIILSNEIYKARSHLGTKENRLFVWLKLPTRS
YPSWFALWIKPNETLTNDGPIKKQSTGNLLVPLPCSYNYQVLVPSVIVGSETYIVGGYDDALSSSVWFYKNGKIHTLSKS
PSMSVARIDAVVVGQYPNIYVMGGCDSDESMNWGEVFNIKTQTWEPLPDPGPEVRGQLVRKMKMQKKNVYVSSEKKDYIY
DTEERTWKVTEAVFNFSWCVIEKVRYIYYNKNCWWLDTKSKDWRKIKGLDFLNKFRETDRIEIVNLDGKLVMIWDRFTLS
KRNKKIWCAMIALEKCQGCEGIWGKIEWIGDVLMVPLSYSFLDCMVISI*                              
>Atha_AT4G19940                                                                 
MAFSFDLAVILQRERRRTKRRRRDLCKSRQPIPEIPFDLVIEILTRLPAKSLMRFKSVSKLWSSLICSRNFTNRLLKLSS
PPRLFMCLSSSDNSHLKTVLLSLSSPPDSDITMSSSVIDQDLTMPGMKGYQISHVFRGLMCLVKKSSAQIYNTTTRQLVV
LPDIEESTILAEEHKSKKIMYHIGHDPVYDQYKVVCIVSRASDEVEEYTFLSEHWVLLLEGEGSRRWRKISCKYPPHVPL



GQGLTLSGRMHYLAWVRVSDNRVLVIFDTHSEEFSMLQVPGDIFWKYNGLLEYGGKIAILNYTKVDIEGVMELWVVEDEE
KNLWSSKILVVNPLQLQMVNSIISLTVLGTTRNGEVILVPGPEDKTVFNILLYDLQKNHIRKIEIKGGPDRYLNNIWEVV
GMDDVENLMYL*                                                                    
>Atha_AT4G39600                                                                 
MKGKKPSIEIATSNPSLPEDLVVSCLARVSRLYYPTLSLVSKSFRSLIASPDLYKTRSLLGRTESCLYLCLRYSPEDNPR
WFTLCRKPNRRTLSKEKNESSGNLLVPIPIINSPPLEWSSIVAVGSHLYAINGPIEDAPCSNVSFLDCRSHTWLEAPSMR
VAHTNSQLDGKMYLAGSSENVDSLNCIQVFSTKTQTWKPVPFQKRIFGVGDLEGKIYTICRTECGQGVTIKPKDLTCDVV
GFCGEKDWSSVCMIGNIVYFYRPNGEFLWIYSGKGESARRNLKGLEGLPKFDDYASVKLVDYGGKLMVLWDTYVPESESK
EKMIWCAEISLQKKCNNEEIWGTVEWFDAVLTVPEDCKFVRAIAATV*                                
>Atha_AT4G23960                                                                 
MIEQLFPEVTCYALRYLDYSSLCQLSMTSSSMRKTANDDVLWRALYFQEFTEETNGGTPVNGWKAFFAVTKQVMTVNDKF
FSILDSRSLPRMTSLWLNSDYVKCFNGSGELFTGYLLTYPLL*                                     
>Atha_AT4G03220                                                                 
METRSVKRKKKKKEEEANWFIRVDRISNLPDSLNHQILLLLPLKSAAQASLLSKRWRSLFLSLPDLDFTSINDLKNPKSF
SSNSIYKVLSLRSHRDSNNLRSLRFRVPVTFTSLNSLIRLAVTHQVQDLDIEVTTKDYFNFPRWIVTSQNLRALTLKSAN
LGFRLPPSSSARGGFQKLTSLSLSRVILHNQPCLSDFFTDPSFPLLEKLTLECCFGLKELKVSCRLLQEFSLKNSLQLEG
LEVSGNKLQKLKVESCFYSYSEKSFVKINTPNLKTFLWNSNAVTTSVHFLDKLVCLRKAFVKVFWHHQDLNSQIQSLFTL
LSGLCHSYKLQLGNQSVEILSSKKGLLKNHLLPFHNMRFLELQTRLNRHNVQTLSCLFKSCPMLNILTVKIIDDQTSERR
QWNKDLWDMSNSEIQYWESQAYELESFLNHLEFVEIHGFVECENEMSLAIFLLRHGKALIKMTLRSSFLCRDSLRRQMIR
SQLTGFSMASSKAKISFH*                                                             
>Atha_AT4G09870                                                                 
MSISELSQDLLEEILCRVPAISLKKLRSTCKLWNSLFIDKRVRNELRRVTVSQVFHCDGLLLYINGVDTIMVVWNPFMGQ
TRWVQPIARDQTHKYVLGSYQDIKSRITSYKILRYRYTLCGSKLAFEICELYSSSWRVLDITMDFDLYHNSCVSLKGKTY
WLTFDKKDRELDMFSFDYATESFGNRMPLPYQFPRCSYETVALSVVREEKLSVLLQLRGTSRKEIWVTNKINETTQVLSW
SKVLTLDNSDFGYCPGLSFFVDEEKKQVLCFEKCRVFHIHTNDEVFENKVYTVGEDNKVTQLRFEQSFCPKMDPYVFGYV
PSLVQIEQPRRKRKRGD*                                                              
>Atha_AT4G39580                                                                 
MNEEEAPSEQKKTLSLVPSPTTNLFLPDDILLSSLSRISRLYYPTFSLVSKSFRSLIASPELYQTRSILGRTESCLYVSL
RLLNDSNLRWYTLCRVPDRKLTNFSGGHLLVPILSRYAPPAHWSSVVAVDYNIYAIGGPINDAPSSSVSVLDCQCEKWRE
APSMRVARNYPTATVLDGKIYVAGGCEDCTSLDCIEVFDPKTQTWDSVASPGTERCERLVYKSVGIEGKYHLFGGAGHVA
YDPKEGRWDSVGMDMEMGRTWVSYCVINNILFYYNDREFKWYDYKGRFWRKLMGLERLIKFLCYSRVNLAAYGEKMAVLW
DTFVPSSSKNKMIWCAEITIERHDIYEICGKTEWFDVVLRVPKSYELVHVLAATV*                        
>Atha_AT4G02310                                                                 
MSTTAKEAPSSLFSLLPNDIVLNILARVPRWYHPILSCVSKNLRFLVSSSELKITRSLLEKDRFYVCFQEHSNSPSLTTY
HWFSFTENRRCLVSIPFTSPVEPYFATLTLGPEIYFVGKSRSMWILDSRSGKLRQGPRPLVACDQAAVGLVNDKIYVFGG
IDDMNKRYYEGIHAQVFDLKTQTWHVGPNLSVKLACLNRSVVTPSLGRKIYVRGTDRDVTIYDIKDGKCDKIIPADDFSS
GDMCVVDNVIYMYYHNVGLMWYESKEKQWSVVHGLEFNGVFNSIAIAEYNGKLAFLWHDRNKREIWCAMINLYGSSKVAI
RGRVEWSHRLLSDLPSNYNFKHFTICTDY*                                                  
>Atha_AT4G04690                                                                 
MAFSKRVYRSLPFELVEEILKKTPAESLNRFKSTCKQWYGIITSKRFMYNHLDHSPERFIRIDDHKTVQIMDPMTGIFSD
SPVPDVFRSPHSFASMVHCDGLMLCICSDSSYERTREANLAVWNPVTKKIKWIEPLDSYYETDYFGIGYDNTCRENYKIV
RFSGPMSFDDTECEIYEFKSDSWRTLDTKYWDVYTQCRGVSVKGNMYWIADTKEKFILRFDFSMETFKNVCVCPPIGCTG
RLGCFSGDRLPLLLQDTDFGGEEEVSTDIAVWLTNKLSDEVVSFTKYFNVTSPHLPLLQCHGDMARPGYFIGDHKNILAW
CEGEVEEDDKWYTCITLYQIDQCGIRKQIETGRHRSFRYLDPFICSYVYVPSLIPVPE*                     
>Atha_AT4G33290                                                                 
MITDLPKDLIEEILSRVSMTSMRVVRLTCKSWNTLSNSESFKKMHIGKVTSTREGESRVIMLIDYNLFLMSAVLMDDVDP
SIEFKGKLSCLKEQVKISQVFHCEGLLLCILKDDTRIVVWNPYRQETRWIIPRYSHRPYVMNNIRYALGYENNKSGRSLK
LLRFIDYCYTEKHICWHEIYDFDSDLWTTLDVTPHWYILSNWSCVQGVSLKGNTYWCAREENSDGYNHIICFDFTRERFG
PLLPLPVNVIDNEYEYVTSSCVREGKIAALFQHNDSYPYELEIWITTKIEAEMVSWNKFLRIDIEPNNNIMVPFIYGGFF
IDEEKKKVALGFDEEFGRKTFNIIGEDGYFREFDRITFNIIEEAGERAGVNCGSYVCSYVPSLVRIKKPAQGKRKRQSSL
EKLRFDQNTWIFDSIYQATASQIRRRRPTR*                                                 
>Atha_AT4G17565                                                                 
MDQSDKNPNRRLRVIPKWSELCPDLLRSIFEQLSFTNLNRAKLVCRSWNSASRGCVPKRNQIPWMILFPQKSENNSSNNC
VLFVPDDNDKVYKTRDLGVDFAQSICLATYGSWLLMFNHLRNLYILNPLTLERIDLPHSTSINPNMCYPNFKYYRSACLW
INNITKDYLVVWPIYNKCFFTKKGDDTWRFAPACHIRMKDQIIYNHKDHKVYQYASYGFIYVWDFSSDIPHVDKHLPAVS
FISGREIGDKNKYYRISHQMVMSLSGEVVVVKIMHYYDLSRWRFRIFELNPLTQRWVKVDSLGDAAIILDMGITVVAKDI
PGIKKNSIYFSGLNHPLTDPECRFVYDLTTGTMEPLPQCVLSSMLFSDSRWFLPGFTS*                     
>Atha_AT4G33160                                                                 
MPSSATSTYLLSLKQVSLTASSPLLLQLKDRFFHQPKLLNMGFSTGKRKSRDEEEDRVSFFASEFPMDDLNDDVLERVLS
WLPTSCFFRMSSVCKRWKSSQTSKSFKLACSQIPTRDPWFFMIDNDSNSSSFVFDSTENSWKNLNRRDFLHHHRQDFIPV
ASSGGLLCYRCSISGDFLLRNPLTGSSRDIPSQDNNNNKPLQAVAMTTTTVTPSSYTLVTISGEIPNLSFKIYESNADSW
SKDQELESVKNNDSSLHDDYDTDSGTVYFLSKQGNVVVASNNLQRSPSKQYSSVITVTDEAEIVYFLSSYGTIVACDLTK



RCFTELPKLLPPFLEYSIDLVECEGTMYVILLSEFFESASLRIWRLDNNREWVQVGMLPPALSHELYGKKGDINCVGGAG
NKILVCFNASPPEVYCRYFVYDLVAEEWNELPKCFKDGEAVDFVSALSFQPRIEATV*                      
>Atha_AT4G00160                                                                 
MEQGESLRIRVVMGKDRISELPDALLIKILSFLPTKIVVATSVFSKQWRPLWKLVPNLEFDSEDYDDKEQYTFSEIVCKS
FLSHKAPVLESFRLEFESEKVDPVDIGLWVGIAFSRHLRELVLVAADTGTGTAFKFPSSLCTCNTLETLRLVLLILVDIS
SPVVMKSLRTLHLELVSYKDESSIRNLLSGCPILEELLVIRGEDSDIEVFTIDEVPSLKRLTINDDHDGQEFWGYVINAP
SLKYLLIEDLRCPGFCLNAPELMEANIFDGTSITNDNFLGYLTSVKRLLLNLSPWKITYPTGSIFYQLVSLEMYTREIDW
WDLLTLMLEHSPKLQVLKLTDNCVKFHKNGLPGGKWNEPKYVPECLLSHLETFVWRRFDWGREEEKEIATYILKNARRLN
KATFSTNPVNSEELDKLKERRKVHNELDGVVRASNSCQFVFKFDTSYHVSDSS*                          
>Atha_AT1G47790                                                                 
MEQQEKKKRKVYRRRRLQSKPTSSFPLDLASEILLRLPVKSVVRFRCVSKLWSSIITDPYFIKTYETQSSTRQSLLFCFK
QSDKLFVFSIPKHHYDSNSSSQAAIDRFQVKLPQEFSYPSPTESVHGLICFHVLATVIVWNPSMRQFLTLPKPRKSWKEL
TVFLGYDPIEGKHKVVCLPRNRTCDECQVLTLGSAQKSWRTVKTKHKHRSTNDTWGRCIKGVVYYIAYVYHTRVWCIMSF
HVKSEKFDMIKLPLENIYRDVMINYEGRLACVDKLYTLNNDGIRLWILEDAEKHKWSSKQFLARYVHNDLRTNTISKLTG
VTHAGEFVYISTQYLKSFVLFCDPKKNRFRKVEFNGIVDEEFRLSNGVGRGRIYALYNFPNHCESLMSL*          
>Atha_AT1G14315                                                                 
MQLLPHDTVEDILERVPVKSLLRFKSACKQWKLTIESQYFQAKQLICSAGGKDLNLVLVSEVPSTLVLPHHVTADSPPLK
TNVLLISSERYHIYQLFHNSCDGLVCLFDYQTLNNIVYNPATRWHRRFPVSSTNTWRYINPSSPYRINTSSSRGHALYVD
GSLYWLTGKKEIKVLALDLHTETFQVISKAPFAEADHRNIITRSLNNRLCLSVSKPLQQMIIWSFNSENKTWEQIYSIVN
RSVTQSLPVAILEKNKLLCCPRSNSRQLMIYDIKTKSVDSVSIGTYRCGDSVFCYFESLISIL*                
>Atha_AT1G32375                                                                 
MDKLSQLPEALLVRILSLLSAKDVVSTMVLSKRWQFLWMLVPKLIYDDSYQAIEYGSFSRFVDRSFTLHDAQVLDTLHFK
LGKTSCGTGDIRVWIKTAEKSCLRELIIEIDKSNSDNSSVVLPRSLYTCCRMLVTLKLNNAVLVDATSSFSFPSLKTLSL
VSMKFPGDELIKMLLSNCPVLEDLVVKRCPYDNVTTFTVRVSSLKCLVLHETELASINADCGFVIDTPSLECLDIEDGRG
GFCVIENNMTKVVKANVCNSYVHTQQLMGSISSVKRLYVCIPSSKDAYPVGSVFHCLVRLTICTCETEWLNLLMCVLRDS
PKLRELKLVKNHVYRSHQPRPCWNEPSAVPECLLTSLETLEWVKYEGTEEEKEVAAFILRSGSCLKKVTISSKSTDINKK
FEMLKELSLLFRRSPTCQIAFD*                                                         
>Atha_AT1G27340                                                                 
MEEELAMLRQLIGQLQELLHNGSPPPPSSSSSLSSSSPSFLVLHHPQYQNGWCLPCIEDTSADDCCDIVMAGGKRPGIFK
MLETVKPPVKRTRKERTQGKSCTEVDEISGNMDQEIWQEFPQDLFEDVVSRLPMATFFQFRAVCRKWNALIDSDSFSRCF
TELPQTIPWFYTITHENVNSGQVYDPSLKKWHHPIIPALPKKSIVLPMASAGGLVCFLDIGHRNFYVSNPLTKSFRELPA
RSFKVWSRVAVGMTLNGNSTSHGYKVLWVGCEGEYEVYDSLSNVWTKRGTIPSNIKLPVLLNFKSQPVAIHSTLYFMLTD
PEGILSYDMVSGKWKQFIIPGPPDLSDHTLAACGERLMLVGLLTKNAATCVCIWELQKMTLLWKEVDRMPNIWCLEFYGK
HIRMNCLGNKGCLILLSLRSRQMNRLITYNAVTREWTKVPGCTVPRGRKRLWIACGTAFHPSPTARA*            
>Atha_AT1G47056                                                                 
MGQSTSAAGNSILNRRRSKSFTLKFPIESIESEISQPDYTSSLPDECLALVFQFLNSGNRKRCALVCRRWMIVEGQNRYR
LSLHARSDLITSIPSLFSRFDSVTKLSLKCDRRSVSIGDEALVKISLRCRNLKRLKLRACRELTDVGMAAFAENCKDLKI
FSCGSCDFGAKGVKAVLDHCSNLEELSIKRLRGFTDIAPEMIGPGVAASSLKSICLKELYNGQCFGPVIVGAKNLKSLKL
FRCSGDWDLLLQEMSGKDHGVVEIHLERMQVSDVALSAISYCSSLESLHLVKTPECTNFGLAAIAEKCKRLRKLHIDGWK
ANLIGDEGLVAVAKFCSQLQELVLIGVNPTTLSLGMLAAKCLNLERLALCGCDTFGDPELSCIAAKCPALRKLCIKNCPI
SDVGIENLANGCPGLTKVKIKKCKGVLGGCADWLRTVRPMLSVNADTMEQEHEEAASNDVVGGSQENGIEFPQLNSQIMA
SSIASSSRNRSGYFKSGIGLFSGMSLVPCTSRQRRASR*                                         
>Atha_AT1G51320                                                                 
MVSVNLPWELVEEILCRVPPQSLVKFRTVCKQWNSLFDDNKFVNDHFVQSQPQLIFRTESKIYSVAVNFKGPRIEVHELP
LAIPGLKSEMPIRLHDYVDCDGLLFCTSYFNGVLIWNPWLRQTRFFPSIHRYPVTYDIGYDNKKQYKMLDYYKCEGDSSI
KSIIYEIGLYSKKVKDLESDSTWSIFQSNSVSLNGTLYWAGVDVNNGIFIRSFSFSTEKPRTFCSLPFMYDDDNVLALAV
FRKDRLSLLNLCNKTSEIKIWLTKNNINDREVGLEEDVVWINLMTVLIPNFPKFSFYWYNRPDLTYFLDNDDAKRLVICC
YDETDQAYIYIVKGDMFKKIKIDQYEVLSDYSRPHFHTYIPSLVRPSRVKEDNKN*                        
>Atha_AT1G16250                                                                 
MESIEQSIIPGLPDDLALRCIAKLSHGYHGVLECVSRGWRDLVRGADYSCYKARNGWSGSWLFVLTERSKNQWVAYDPEA
DRWHPLPRTRAVQDGWHHSGFACVCVSNCLLVIGGCYAPSVSSFPHQKPVVTKDVMRFDPFKKQWKMVASMRTPRTHFAC
TSVSGKVYVAGGRNLTHSRGIPSAEVYDPVADRWEELPAMPRPQMDCSGLSYRGCFHVLSDQVGFAEQNSSEVFNPRDMT
WSTVEDVWPFSRAMQFAVQVMKNDRVYTIVDWGESLIKTRDTDEGEWYNVGSVPSVVLPNHPRELEAFGYGFAALRNELY
VIGGKVLKWEESGAGRFDIVRLPVVRVCNPLDRPLNWRETKPMCIPAGGSIIGCVSLEESSPP*                
>Atha_AT1G58090                                                                 
MVSKKLPLDLEEEILFRVPPRSLVRFRSVCREWNTLFKNKRFINKNFACGRPEIMLNTHSHIYSISVDLKDENPTIKVRD
LRFDHLSCRGYHLYGICDGNFFMYSFLNGGGGVVWNPLFWRQTKWIAKAENTCGKAIGYDGSRPEKSYKIIGRSSCSWQG
KVTDTYSVFEFATNAWKVTDHTRFHEKPELMDDSGRVSLNGNLYWTAYNSPHTGQYFIAMLDFSKEIEKSRKTFCVLPCK
GEKSTTHTRILSIYKGDRFSVLEQSKKTREIEIWVTKDQIGNGDDGDDVVWIKFMTVSRPDFPILLSYISTSYFVDNDIH
GKSFVLCCPSKRPKAAWVYIVRGDLCKKIKIDQVLCEFQSSVYVPSLITIP*                            
>Atha_AT1G60370                                                                 
MNGGEKLESIPIDLIIEIHSRLPAESVARFRCVSKLWGSMFRRPYFTELFLTRSRARPRLLFVLQHNRKWSFSVFSSPQN



QNIYEKPSFVVADFHMKFSVSTFPDFHSCSGLIHFSMMKGAYTVPVVCNPRTGQYAVLPKLTRTRYENSYSFVGYDPIEK
QIKVLFMSDPDSGDDHRILTLGTTEKMLGRKIECSLTHNILSNEGVCINGVLYYKASRIVESSSDDDTSDDDDDDHERSD
VIVCFDFRCEKFEFIVICFYGQLINSVQLSLKQKSHQKLDLII*                                    
>Atha_AT1G55070                                                                 
MTKRKQQDTKENLTLTVFESNKRCSNSGGEYFDRIPADLVIKILSKLSAKSMAKCRCVCKLLSSIIRQPNYNQLFPIKYP
DPPRFIFTFLGGGMLFSYTSTQPENPDENSSLVATAHHHTDIPRDFSQILSSVHGLVCYHRKIKNDTVFVIYNPITGQYV
TLPILEAHATINYFAIGYDPINKRFKVLCVTSVHHGTGEEFDSQHQVLTFETGRRNLFWRKIQCRRHYYTHRYHKGICIK
GVLYYAATSMKPMLGPMIVCFDVRSEKFGFITWKPPSLINYKGKLGSINSNDNDLVLWVLEHGQERKWSKHIYVKPLQWP
EFNGIDVNFLVTSKGEAVFCPNHYDPQVPFYLYYYNLEENIVVRVRVEVPESQGSKRVLFHAVPNYLENMKLT*      
>Atha_AT1G74510                                                                 
MLEAPSYLVSRDLPSSCEEESKWIYNAHCVLQLSLRKRLLDDTDVEGSSAKKMLRVDHGSRGESDKITDSLQLAKTYQSS
NQSQQGGGGDQQSSPVTRLDQNALLNCLAHCSLSDFGSIASTNRTFRSLIKDSELYRLRRAKGIVEHWIYFSCRLLEWEA
YDPNGDRWLRVPKMTFNECFMCSDKESLAVGTELLVFGKEIMSHVIYRYSILTNTWTSGMQMNVPRCLFGSASLGEIAVI
AGGCDPRGRILSSAELYNSETGEWTVIPSMNKARKMCSSVFMDGNFYCIGGIGEGNSKMLLCGEVYDLKKKTWTLIPNML
PERSSGGGGDQAKEIAAATAASEAPPLVAVVKDELYAANYAQQEVKKYDKRLNVWNKVGNLPERASSMNGWGMAFRACGD
QLVVVGGPRAIGGGFIEINACVPSEGTQLHWRVLASKPSGNFVYNCAVMGC*                            
>Atha_AT1G32020                                                                 
MECDRISTLPDHLVAKIVSYLGIKDSIKTSVLSKRWEFVWLKVVGLDLKNCDFPPNGIASQMVVNKYMEFNSGLHMQYFK
VNFGGNTVCTNRFLEWIATAVDRGVQHLDAENKNPVIIKEFMPKKIYKSKTLVSLKLAIKIFLKARHFISVFIVLQGQSI
VQFSSRCGTFS*                                                                    
>Atha_AT1G55660                                                                 
MFLCVIIPCLCSYLCSLFSWLLGQIPSFLFDKINESWLTSTKRNVEIVKNLMDKISQLPDELLVKVLSFLSTKDAVSTSI
LSMRWKSLWMWLPKLEYNFRHYSVSEGQGLARFITSSLRVHKAPAIESLSLKFRYGAIGSIKPKDIYLWVSLAVHVSNVR
ELSLKLFNFAELPTKLPKSLCKCKSIVILKLKDEILVDVPRKVCLPSLKTLFLGRVTYSDANSLHRLLSNCPVLEDLVME
RDKIDNLGKLSVIVKSLQRLTLKMSRPCHLDGLKMNSPSLKYLKVIDERLESDSDDESDSDSPRYFYDFEDMPKLEEADF
VLTFQNIKKFFGSITSVKRLSLCLGVYTEESLYHEGLVFNQLEQLKICSCDSDWSILLARLLKSSPNLRELEAYVIEDHP
NGRTDLPNQWDNQLNCVPTCLLSSLETFRWSEMHGLLQNQMDVAKYILKNARCLKSATIFFPTTYAQETRDEMIEELSLS
FQGPETCQVFFH*                                                                   
>Atha_AT1G49990                                                                 
METGRRRTIPEVEILARLPLRSIARFKSVCKRWKSVIESDYFRRLFGSFHRSSSTSWSIMFRTEYLREMTQAIGFHGCKT
WDLPKSLVSYIMPFQEYPNLPTSEYYYIASSNGLIWIDVLVSRIKNKVYSYKSFVGNPVLQEWVEIPQPPNPWVQDKHPW
YPSPYSGVGMVTRVENGVVSSFKMVRTVQMELIDRRDEGMYLWRVCVYSSETGLWTFKQVFSSRPVHGGRVDSPVNLNGV
LYMWDRYMFSNGPGVLVAHDFYGADDQCQVIPLPGANDEHEHEHDDEHEHVRRCLTTSGEDVIFIEVIHRILKAWRLHNK
ESERWQLIWEVVMPSFISDVNCFPLAMNPFDTYIVYLWDRQHGCLVSGYLQAQEFIVHQESENGSSSEGDCCRVNTSGTE
GYMEERCDGVLMLSQFVLPSWMDSVPRPPN*                                                 
>Atha_AT1G21760                                                                 
MTSDALTIPSELESALRLRTVQYFITKRPWLDLYGVHVRPVPPFGSTSRKPHFDPALIHRCLPDELLFEVFARMMPYDLG
RASCVCRKWRYTVRNPMFWRNACLKAWQTAGVIENYKILQSKYDGSWRKMWLLRSRVRTDGLYVSRNTYIRAGIAEWKIT
NPVHIVCYYRYIRFYPSGRFLYKNSSQKLKDVAKYMNFKASKSENLYKGTYTLSMSDDKIEAAVLYPGTRPTVLRIRLRL
RGTAIGANNRMDLLSLVTSGVNDEEISSTEEDILGLVEGWEDDETHNPDIPAVSHKRGMTAFVFVPFEEVDESVLNLPPE
KMDYYVTG*                                                                       
>Atha_AT1G32660                                                                 
MKRKDDDQEDRSCSSASKLDPIPLDLKMATVPTKSHMKKSHQNKLEEDEKEDTNPSKLELDSLPLDLKMAILTRIPAKSL
MKLRCVSKMWSSIIRSRGFIDSYYAISSKQSRFIVGLSNAAFNEPEKQLTFLFSFSHEDGEKSSSSSLVPNFEMAVPCSL
AGLSHSLASFHGILAVEGKVMCNPNTEQFTTLPVGTIFVGYDPIDDQYKALGFDFDKRCHGNAIGHKVWTLGGGEGMRQI
RGDLAPYRPILLPNVCINGVIYYGAHTLSQTKDPVIVCFDVRSEKLSFITAPAVVLQSGMKSILIDYKGKLASIVRNSCG
GCISSFVFWILEDPKKHEWSRQSCDFPYSLWDYVGNVRICFFGTNKAGEIIIAPMFLSRDVRSFYIFYYNVETKTMRRVR
LRGIGSDIEFRRSYGSENKLCNCHVRIAHQHVESIAFLKDHINLRT*                                 
>Atha_AT1G11810                                                                 
MTTTMSTLPVVLVDEILARVPITSLRSLRSTCKKWEASSKTNLVGGKATARKSSHVGFILIGDKICSMKLDLNGGDDFVD
TSVNQVSAFDGFAISQLFHCDGLLFCISNNHYSNYTLMVCNMYLGETRLIQNRSLFESYQNFCSYAFGYDSSKNRNHKIL
RNNSVSGGYEIYSLKSDSWKDLNVDLEKSIHLWRLGSVSLKGNAYFRVIKVIEEGVWEYNLLCFDFTRESFGKLLSLPFE
SLGDEGEGIMVISCVRDDHLAVLYQRDTLGIWISTEIEPNKVSWREFLQVDLATLDGFPDVFIAGRFIVDEEKQVVVVFG
QETELDLNHGNAFIFGRDGYFTSFTVGDAPPEDFTSYVPSLVSLQIDKTGKRKARDD*                      
>Atha_AT1G50880                                                                 
MEQQEKKKRKIQRSISTQSSSMSSIPLDVTSKILAKLPAKSVLRARCVSKQWSSISTDPYFISNMFPKQSSSSLLIFFKP
KRKLFVISIHQNPNEPQHVGICPRLDLFPNSKKTHYLEPYLEKILNLAQTQKQLEGNTIGDNDGQCINGVLYYRASLDQS
NVDIIMSFDVSTMYNKDITLWVLEDAKWLCKHFTRASYNDQPLQALSGINGITDDGEFIYVAYVLDSFYILYYDPEKKSY
RRVDLQGVGDADFMLRNGLGNMDGIRIHTCLNIESLLSL*                                        
>Atha_AT1G70590                                                                 
MKQRTWPCRSEGSRFSSLSFLKPHDKDKRSRISSINKATAKSTTSSRSSSSSSSSRPPSNEFGDFSMLPYDILMKIAAPF
SHPNLQAASLVCKSWRDALKPLRESMLLIRWGKKYKHGRGGVRANLDKALDSFLKGAMRGSTLAMVDAGLVYWERGEKEK



AVNLYRRASELGDAVGQCNLGIAYLQVQPSNPKEAMKWLKQSAENGYVRAQYQLALCLHHGRVVQTNLLEATKWYLKAAE
GGYVRAMYNISLCYSVGEGLPQNRKLARKWMKRAADHGHSKAQFEHGLALFSEGEMLKSVLYLELAERGGEAAATPVKEV
VHQQLSATFGGQAVHHAIHQANNWRPLPVTR*                                                
>Atha_AT1G30950                                                                 
MDSTVFINNPSLTLPFSYTFTSSSNSSTTTSTTTDSSSGQWMDGRIWSKLPPPLLDRVIAFLPPPAFFRTRCVCKRFYSL
LFSNTFLETYLQLLPLRHNCFLFFKHKTLKSYIYKRGGTNDDDSNKAEGFLFDPNEIRWYRLSFAYIPSGFYPSGSSGGL
VSWVSEEAGLKTILLCNPLVGSVSQLPPISRPRLFPSIGLSVTPTSIDVTVAGDDLISPYAVKNLSSESFHVDAGGFFSL
WAMTSSLPRLCSLESGKMVYVQGKFYCMNYSPFSVLSYEVTGNRWIKIQAPMRRFLRSPSLLESKGRLILVAAVEKSKLN
VPKSLRLWSLQQDNATWVEIERMPQPLYTQFAAEEGGKGFECVGNQEFVMIVLRGTSLQLLFDIVRKSWLWVPPCPYSGS
GGGSSGGGSDGEVLQGFAYDPVLTTPVVSLLDQLTLPFPGVC*                                     
>Atha_AT1G62270                                                                 
MTTLKTSSFSSLPWDLVEDILARVPATSLKRLRSTCKQWNFLFNDQIFTKMHFDKAEKQFLVLILRLYTVCSMSLDLRGL
HDNIDPSIEVKGELSLIDPHCSSRKTFVSKVFHCNGLLLCTTMTGLVVWNPCTDQTRWIKTEVPHNRNDKYALGYGNYKS
CYNYKIMKFLDLESFDLEIYEVNSNSWRVLGTVTPDFTIPLDAEGVSLRGNSYWIASHKREEIEEEEEEENEYFINDFLI
SFDFTTERFGPRVSLPFKCESSWDTISLSCVREERLSLFFQDDGTLKMEIWMTNNITETKTTTMSWSPFLKIDLYTYGHR
FGNEVSFLVDEENKVIVCCDEEEDDINDTVYIIGENEYWRKEDIVQRSYRPRMFSYVPSLVQI*                
>Atha_AT1G66490                                                                 
MRTISDLPVALVEEILSRVPLTSLSAVRSTCKTWNALSKTQIFGKTRQQFLGFMMIDFGLYSIKFDLQGLNYESDFVEPS
IKRVSILDQLDIFKVFHCEGLLLCVFRGNRWPVVWNPYLGGTGWIQPISDFHKYQVSDKFAFGYENKNHFFGFYDIYDLN
SSAWKVLDVNPDCDIKCGVSLKGKTYFFAKEIAKAPNVKDFLVCFDFTAERFGPRLPLPFHSCGLFSEHVTLSCVRDEHL
AVLYRRYNGVMEIYITTKIEPNEVFWSNFLKVDLTTFPDRFYGSRSHYFFIDEEKKVAVVFKNEPEWTMDCSYQTAYIIG
KGGYLKSVKFGETPNDRKHNNAWNINSFMLSSYVPSLVQL*                                       
>Atha_AT1G76830                                                                 
MEGITSFENLPEELKREILLRMSPNSLVTCSRVSKKLASMIRTKSFKELYLSRSMRCPRVLFAANGTITPHVLFTSFQEK
EKPLLSSGEQRIITSLQGEFLFSPPVRGLICLVERESARIVICNPGTTKFLALPIVEADETTRIITHLGYDEQKDVFKVL
CTRTKPETPHLVLTVGSGKEPWREIVCKFPHTVIGAGVFYRGTLYYLAAFHSKSIIMTFDVRSETFMPITSPDGVDLNQG
SWRLVNYSQQGGFALVNESRGFIYQSNGGDAYLETWVWNVDTRKWSMNSILIRKWKDYAQDNEDYDYRFRGTQGTYELVF
APIRVKEDGSLTVILYNTDTQAFRRSKVQMMGEGHEFRFVDTFLDHVDSTLLI*                          
>Atha_AT1G48400                                                                 
MAMMRTSPRDSISNLPDEILGKILSLLPTKVAASTSVLSKRWRNLLGLVDNLCFDESMVVYPNEEEETSGSLRFCDFVDK
TFALLSNSHIKKFSLSRVYKYNDDVDGMVRRWIRTVMERGLLEIHLHATPMSFVAIETKLLTSNTLVKLTLSARCFVEVE
RVFFPALKSLSLFSILGDYTNYIRLIDGCPVLEELYMRDGDYPFLRLTCGTNVESASLKRLVIFTHNPNEMIWHELIYFE
APSLVYLDYSSYVSAKYDVVDFDLLVEARLSLRLWVSTNDYDYSDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDD
DDDDDGDYYIVEPKAPIFGDVTELLAAIRNITTLHLSPDSLEVFHFCCKSMPVFNNLLNLSIESNKDKGWQVMPLLLKSC
PNLHTLVIKGLVHRVTSRCGDACACIPKKQRKIVQKEEALCCLRTCQVKVLQISEYGGYFQELKQMRHFLGKLECLETVK
VGVHAENNNNSEFLRANVLTLPRVSAKCNVHFI*                                              
>Atha_AT1G22040                                                                 
MGSVMSLSCSKRKATSQDVECSSESRKRRKISSENDEEECCRLIPSLPDELSIQILARLPRICYSSVRLVSRRWRSAVST
SEVYSLRKELGRTEEWLYVLTKGHEDKLLWYALDPVSTKWQRLPPMPVVVYEEESRKSLSGLWNMITPSFNVGAIVRSFL
GRRDSSEQMPFCGCAIGAVDGGLYVIGGLSRSKTVSCVWRFDPILNSWSEVSSMLASRAYSKTGVLNKKLYVVGGVDRGR
GGLSPLQSAEVYDPSTDAWSEVPSMPFSKAQVLPNAFLADLLKPIATGMTCYNGRLCVPQSLYSWPFFVDVGGEVYDPET
NLWVEMPSGMGEGWPARQAGTKLSVVVDGELYAFDPSSSMENGKIKVYDQKEDTWKVVIGEVPVYDLTDSESPYLLAGFH
GKLHFITRDPNHNVTVLRADVPNIPVSSSSSSSSSVSIPHLKTNAPNKSDTVTWKLIATKDFGAAELVSCQVIDI*    
>Atha_AT1G30790                                                                 
MKRQEIDHIPFDLTVEILTRLPAKSLMKFKCVSKLWSSIIHNQSFIDSFYSISSTRPRFIVAFSNGSFPSDKEKRLFIFS
SSHEGHESSSSVITNLDTTIPSLTVSNNLASRCISVNGFIACSLYTRFTICNPSTRQVIVLPILPSGRAPDMRSTCIGYD
PVDDQFKALALISSCIPNKDSTVEHLVLTLKGDKKNYSWRQIQGNNNIPPYSPVTMRVCINGVVYYGAWTPRQSMNAVIV
CFDVRSEKITFIKTPKDVVRWCNDSILMEYKGKLASIVRNRYSRFDTFDLWVLEDIEKQEWSKQTCEIPLSVWDSVENFN
MSFPGINKFGEIILAPTCLSGYHLRSFYIFYYHVETKKIRRVRLEGIADDENFRRCYGIGSGQCNVFISPEHVETIRFL*
>Atha_AT1G70970                                                                 
MENSSSETLHVEDLQTEIMSWLPLKSLLRFVIVSKKWASIIRGEQFKALYLRRSMTRPRLMFMVRRIATLPPEPEMVWFQ
SFCKEERCIPGQLEVEFLFHSVYQEKIPYFSSGQQQLRVPPNTNYTSVSQPIGGLICLQSETKFALCNPGTKKSRALPDI
QAHEKAFITSFLGYDEATNVFKVLCLTMVWAHEPSKRVYEYQVLTVESGVESCSWRGITCKEKDHTPETQGLCKGGVLYY
GARSTSDHRPLVMSFNVRSQEFTAIELPDQLHISYFWNFVIYNGDIALVNESDFDPRVVNEPNGNKVFHIWVRDATAQEW
QRTRIEIPRWEQNVGHVDYVFRGTTGTKELVFAQDSRHCEDDFFVLYYDTFTKDLRRFQIGVTGPKISVRTCLDHVDSLW
LM*                                                                             
>Atha_AT1G54550                                                                 
MATVTDLPDDLVREIFSRVPLTSLRAVRSTCKKWNAISKYDILGKKAAAKNQFLEFMVTDSRVCSLRLDLQGIRSEEDLI
DLSIKQISIPNKVDQVEISQVYHCDGLLLCIAKDNSSVMVWNPYLGQTKLIQPRKKLHRYDKFALGYDNNRNHKILRFLY
EGSPRNVIIDVYDFSSDSWRVLDIDIDWHELFSHNSVSLKGNTYFFGRKGPRLPMLFKPPSRRFEYLTLSCVRNEKLAVL
YSHLNRFGTIEICISTKIDPSAVSWTTFLRIDMTLINGLPDNFFVHSYATSFFFDEEKKVAVLFGTNRYRGRETCQYYQR
ACIVGDSGYFKAVNIELVFNSQLQSCQLVSSSYVPSLVQLQD*                                     



>Atha_AT1G80960                                                                 
MERSSSSSSSSCDKVWNLGLPYPTFTLANDDKPYLITVSDDHSVKVKNVDWISKLPDDVLLIILSRLSTEEAIRTSVVSK
RWEHVWNQMSHLVFDMRKNIINSNNTLDGSNPVATLITQVINNHRGHLESCVIIHVPYQGGNGMLNSWIRLLSCVKRTKV
LTLRYHYGTWDRKFKTFNFSPDSLSHPSLMSLSLHSYFLESSHPLRNCSNLRTLKLLSIVAPEIGVFNRVLASCPCLEVL
VLGICCFKKSRVPLKIENKKLKLLQVSSLERIDAIEVSTTSLDILAIIDICCRRDDLSLQSPQLQFNRNFWVLGPYVPHI
SYNISEEKSIGNEEFVNTIYGELLRPFANLYVALSVSVDLMNPTEVERLRQVLGLWTRKILELEIIFKDNNGPREENKSW
DKKLWEDNNKKDPFPNAKFRVDTVWMYNFSGSEEEFALMTCLIRQGTVVEKMMIKTSTFPARKRLKIEAAVAKLQALQTK
LTIKCF*                                                                         
>Atha_AT1G33010                                                                 
MNKGNTLDSIPTDLILEIFSRLSAKSVGRLRCLSKLWRKGEWFFFSSLQPQNLYEKPFLVVAADFHMKFSEDMSHDIYSY
ASGLIYFPKMLIENEKSGAIRVICNPITGQYAILPKLITLQAARSFLGFDPIDNQFKVLLVNNDIVNNDMDILTLGIGEL
MSEKLKFIEAKCFFALDDVQLINYKGKLGGISWNNHEVAPVELSMWVLEDVEKQEWSKNVYILPKNVVPNNWLHAAGVTV
EGDIVFSEAVVSNPFDVFYFNPEKNTLQHVETHCNHEVFDDENLVNIFVDHVEDLKFDVMKPTYAATSIRPTEQKHKPTS
TETSMSRKDHQVRTIDQPQQDRCTFESINNKFDVMCLLDDD*                                      
>Atha_AT1G61940                                                                 
MPPELLRDVLMRIERSEDTWPSRKNVVSCVGVCKNWRQIFKEIVNVPEVSSKFTFPISLKQEDHLFNAMLRETVAIKLSI
YTLEVKQKYFVSDIYLVPYSYRETHCVMDAISASAVKPGGTATTQTELDNFVSFRSPSGQKEGVLVLKSKVPRLEEQSWC
LDFNGWRDIVSSGKKFQLYEAEWIPLVRTSVFAVIARVCRDKKHTPSYELKLALYFAKNSAILKKFVLRGYTREEDLLAL
PVAN*                                                                           
>Atha_AT1G05080                                                                 
MAEAKIEEIGCEDRISVLPEDLLVVILDLLPTKDVVATMILSKRWLSIWTMVRTLEYTDDMDDESKKSVWWFLNKSLQLH
KAPVIDSLCMELGPQCPTTDDVDIGKWVAKAVDCLVMTLTIKLLWSAGPTSLPKSLYSCTSLSELTLSDQILVNVPSSAY
LPSLTELELICVVYKDEDSLVSFLSSCPVLEFLFVLRKIDDNVKTFTVKVPSLLELTYKNLCSDVVDNTDRCLVVNAPAV
NTCQITDYSLESFSIEDMPCLQDATIDVDEAYHPDDKFLTSFSSVLSLRMHLSDAMVMRCTTINFSRLIKLSIYPYGPDM
LETLLRLLGNAPKLKEFLVDYPSLIASQKFVYNPEDLPWSWKQPSHVPECLSSQLEIFEWRDYGDRIIEEEFLTYVLANS
KRLKTATISLRLNLEDPELIIEEIKDLPRVSTTSHLLFK*                                        
>Atha_AT1G80470                                                                 
MNGGRGKRPNSAEEEGTMAEPSVKKSKLTESDWISGLADDLLLQILSKVPTRESVFTSRMSKRWRNLWRHVPALDLDSSK
FPHESDLEDFFDSFLQFDGNLKIERFKWIYNVEEHCDPEFVSRIDHVVKRGLKDLTILSKVNIEDDSVRMPVSLYSCATL
VNLTLYSVVFDAPRAQLVSLPCLKTMHLEAVKFDGETILGTLISSCSFLDELTIITHDHDELGDVSVRSPSLRRFKLESM
REDYDECEDPNVEVDTPGLEYMSITDYQSESFIIHNISPCAKVNIDVVFDAEDEDSVIHDFITAISTVRELTISARTLEM
IHDYVESETELVPQFSNLFCLHASFSESSWEMFPTFLGCCPNLHSLFLEFDCLPEKEEINLSLVPHCFESSLEYVQLKVP
ITVSETSSKMELAIYFVRNCSVLKKLMLNESFGNVINKVRKIPKRSEGCKIAMPKPLHENVSHGSSLLPLICGFIPKILD
Q*                                                                              
>Atha_AT1G53790                                                                 
MVRDIVDDPLDEDDIALVKTYGLVPYSAPIKKVEKEIKELTEKINDLCGIKESDTGLAPLSKQMMQEGQPLQVGYVSCFR
YIPIDLLMDIFSRVPAKSIARFRCVSKLWESILCRPDFKELFMTMSSIRPPLLLFTFQDDDGNLFFFSSPHPQIPCNENT
SLVPTRYHVQHTTDSFSEIGSPLCGFICRRGKRNLDTMVICNPVTGESVSLPKVELKSINTETRPYLGYDPVRKQLKVLC
IKSDDIPNTCDEHQVLTLENGNHLWRTIQCKPHYPKSDGICIDGILYYTAGFDMRARVSMVVCFDVRSEKFSFINIHVFM
LMNDSCTLINYKGKLGALQFTCLSPKRLRFWVLVNAEKNIWTKCIYALPPLWNNLVQHTELAIVGMTDGGEVVLSQYCLI
YAFYIYYFNLESKSLTRVQIQDVEMFKRTRVYTSLGYVENFKLMTDYDRGFNTFSPQGRLF*                  
>Atha_AT1G78840                                                                 
MENKDLISQLLPDHVLHEILLKLATKDSVKTSILSTRWRYIWQRVPGLDLNQTNFRYKGLKGFVNRFLDLDKKSLIYQLK
LEFDGRKYETEGSLFNKWVDSVVTRGVQHLVNNYCPIKLPGSISMCETLVHLKLVEVGIDSFDSVSLPRLETMHLLSVWF
SSEAALERLISSSPVLQVLYIEKVWNVEVIRVRSQTLYSLRMRIWKRDLDWNKDLTKIGLVIDAPRLKSLNLQIHRFKDL
VLNSVCSPLKVDISISKGEFNPINSLTMKTLRTFIAWISNVTNLALNYCCLEAMYAYSSSEPLPQFSNLTHLEVSMDSSC
LKLLPTFLASCPNLKSLELWVHDHRLDILDISRSTMPKCLLISLKFVTIYSTAMISSSVENQVETELVKYILGNAAVVKE
LTLRFILWAEEHRFQLSKQILAFPKLSSACQVFLHSSFF*                                        
>Atha_AT1G58310                                                                 
MDFGRSRDIISGLPDSLLCHILSFLNTKEAASTSVLAKKWRYLFASVPNLDFDDSVHLRLGKRNPAVSGEDYLKMINERS
DQLSTSFMDFVDQVLRLQDNSPLHKFSLKIRDCVDIVRIICWILKVLERGVSDLELDMHLKWKSSLPSKIFLSETLVRLK
LSVERGPFIDVEDVHLPKLKTLHIVSVKFEKHGIGLNKLLSGCHILEELNLEYISWCLWDFVSVSLTTLKRLTFCGEVMQ
DENPISVSFNTPNLVYLMFTDAIADEYSTVNFDSLVEAHINLQMSEDQVEQTRFSDSEGNMEGCMVANATELIMGICNVK
ILYLSVYTLEVLTYCCEAIPLFNNLTHLTIESNSEVGWESVSGLLKNSPNLETLVFKGLVHRFTDKCGDMCLCKPWEEDE
EEEEDEETPTCLSSCPVKVLKILEFGKIYDDEIEKRIDQVKHFLEKIPDIEQLILHYNTPVDEDVIKVYQQLRRHPKVAS
SKCKLQLISDNLSLSSKDCALFGID*                                                      
>Atha_AT1G78760                                                                 
MDTGGDEKRARRSEEDRLSNLPESLICQIMLNIPTKDVVKSSVLSKRWRNLWRYVPGLNVEYNQFLDYNAFVSFVDRFLA
LDRESCFQSFRLRYDCDEEERTISNVKRWINIVVDQKLKVLDVLDYTWGNEEVQIPPSVYTCESLVSLKLCNVILPNPKV
ISLPLVKVIELDIVKFSNALVLEKIISSCSALESLIISRSSVDDINVLRVSSRSLLSFKHIGNCSDGWDELEVAIDAPKL
EYLNISDHSTAKFKMKNSGSLVEAKINIIFNMEELPHPNDRPKRKMIQDFLAEISSVKKLFISSHTLEVIHDLGCELPLF
RNLSSLHIDFEDHTLKMLSTFLQSCPNVKSLVVEFKDSSKEDGDRVLSIPRCFFTTLEYVKIERPITGEARGMKVVSYIL



ENSPILKKLNLCLNSSREKSESVILKELLTIPRLSTSCKVVVFEPRSCWVLG*                           
>Atha_AT1G12190                                                                 
MACVKFPWELMEEILYRVPSLSLSRFKTVSKEWNTLLNDKTFIKKHLALVRPQFRLWTNSKVYSVDVSLNDDPNIELREL
PLDIPYVIDHRTTNFLPCNDLLFCASWWSNKAVVWNPSLRQTRLIKSGEEHFRFGGIGYDSGRPGKGYHIFGHSHSRLSV
NGNTSKFIKRFYITKFESNAWKCIDDVSLGENSIGGDSLDNNNVSLNGNLYWTTNSYDTDEYLIQSFDFSKEIFKIFCVL
PRKKDSSDIPVLSVFRGDRLSVLHKFKGTNNMEIWVTKNKINESVKAVVWMMFMTVSIPIYKDSKPSYFINDIYEKRLVM
CCSDENGKACVYIVKDQARKKIQLGFHVSEFSHCFYDPSLIPIPSETSGQKISNS*                        
>Atha_AT1G55270                                                                 
MDLSSQRQSPNGSRGFRLQAPLVDSVSCYCRVDSGLKTVVEARKFVPGSKLCIQPDINPNAHRRKNSKRERTRIQPPLLP
GLPDDLAVACLIRVPRAEHRKLRLVCKRWYRLASGNFFYSQRKLLGMSEEWVYVFKRDRDGKISWNTFDPISQLWQPLPP
VPREYSEAVGFGCAVLSGCHLYLFGGKDPLRGSMRRVIFYNARTNKWHRAPDMLRKRHFFGCCVINNCLYVAGGECEGIQ
RTLRSAEVYDPNKNRWSFIADMSTAMVPLIGVVYDKKWFLKGLGSHQLVMSEAYDPEVNSWSPVSDGMVAGWRNPCTSLN
GRLYGLDCRDGCKLRVFDESTDSWNKFMDSKAHLGNSKSLEAAALVPLHNKLCIIRNNMSMSLVDVSNPDKNNPRLWENI
AVKGQSKSILSNIWSSIAGRALKSHIVHCQVLQA*                                             
>Atha_AT1G47390                                                                 
MAPEEKLPCELIEEILSRVPPESLVRFRTVSKKWNALFDDKMFINNHKMTFRFILATESKFYSVSMTPKIEVRELSLDIP
GLELKPKILIDCNGFLLCGMEKEGIVVWNPWLRQAKWIKPKVNQPSLCFNGIGYEYDNMKLESSGYKTLVSYPNELDPTR
SVWKIHDFASNSWKYTNLVMSCSSGVTLFGASVSLNGILYWVASHLKNNSLFVLVYYNFSNEKVYKFSDLPCGENHHHDV
LVLRIFREDRLSLLKQCHLTKKIEIWVTKNKIRNCSSGDVDSAEWMNFMEVSTLNLPVLVHPSYFIDDKKLVVCSCDQTG
QAWIYVVGDNKLISKIQIDSVVGPWPLHCSFFPSLVSIPRSQTKKAALQV*                             
>Atha_AT1G43640                                                                 
MSFLSIVRDVRDTVGSFSRRSFDVRVSNGTTHQRSKSHGVEAHIEDLIVIKNTRWANLPAALLRDVMKKLDESESTWPAR
KQVVACAGVCKTWRLMCKDIVKSPEFSGKLTFPVSLKQPGPRDGIIQCYIKRDKSNMTYHLYLSLSPAILVESGKFLLSA
KRSRRATYTEYVISMDADNISRSSSTYIGKLKSNFLGTKFIVYDTAPAYNSSQILSPPNRSRSFNSKKVSPKVPSGSYNI
AQVTYELNLLGTRGPRRMNCIMHSIPSLALEPGGTVPSQPEFLQRSLDESFRSIGSSKIVNHSGDFTRPKEEEGKVRPLV
LKTKPPRWLQPLRCWCLNFKGRVTVASVKNFQLMSAATVQPGSGSDGGALATRPSLSPQQPEQSNHDKIILHFGKVGKDM
FTMDYRYPLSAFQAFAISLSTFDTKLACE*                                                  
>Atha_AT1G19070                                                                 
MDRINGLSDEIICHILSFLPTKESALTSVLSKRWRNLFALTPNLHLVDDDLEVGGCGQTLIDFVDRVLAVSSNLPIREFS
IKC*                                                                            
>Atha_AT1G61540                                                                 
MNGEKPLRERKKKMPYPSPVTEEPISIMSLPYDLLLNCFSLVSRLYYPTLSLVSKTFRSIITSRELYEIRSRLNRTDKCL
YLCFPYDMNTHWFTLCREPNRNVAENSSGYLLVQVPSPNGLLPVHSSSVIAVGSNIYKIGGTKSYRHKLWKRTRYSSSVS
VLDCRSHRWRQAPGMRVARGCSSTVCEVDGKIYIAGGCKEDIGSLYWIEVFDPKTQTWGTLKNPCIEYQHDIGYRCEVKS
LGLDGKIYMFGSEFVVYNFEEDRWKCIGRDKYNLYHAVDPMSRINSSSCVVDNVLFILDKGTRVFKWYDFKVSLWKELNG
VEGLPDLSDRGYVKMVDLGGKIAVLWQECLTNKKIKRIWCAEISLERRDRDEIWGKVEWFDIVLSVHSSFSLLCADTISV
VV*                                                                             
>Atha_AT1G31080                                                                 
MNRGANSASIPNDLILEILSRLPAKSTGRFRCVSKLWGSMLCHSYFTELFLTRSSARPRLLIGIHQDGDRFFFSCPQPQS
PYDNSSIVLAADFHMKFGRVEDEWVYHILTLGTENVRWREIICPFSYDPPREKPICINGVLYYISVGSYYSLIGCFDVRS
EKFKFLYLSPDCFPNWSRKLINYKGKLGVTIMEDYHGGFPLKLRMWVLEDVEKEEWTRYAYTLRPENKVEDNDYVYVVGA
TASGEIVLTKQNAYKPFYVFYFSPERNTLLSVEIQGVGEEWFYHNVYYFVDHVEDLRFDVMKTTYAGTSRSPPKQSTSTS
SREDHEVRTLAHQKEDRLTFESVNQFDALRLLEDD*                                            
>Atha_AT1G16930                                                                 
MDDETSVKEKQRNSDRISNLPDSLLCQILSDLSTKESVCTSVLSKRWRNLWLHVPVLDLDSNNFPDDDVFVSFVNRFLGS
ENEQHLERFKLIYEVNEHDASRFKSWINAVIKRRVCHFNVHNEVDDDDELVKMPLSLYSCERLVNLQLYRVALDHPESVS
LPCVKIMHLDMVKYDADSTLEILISGCPVLEELTIVRDPNDSLEVVCVRSQSLKSFKIDSERYESQNHVVTIDAPRLEYM
NLCDHRSDSFIIHNIGPFAKVDIDVIFNVEYNDPLEPDDSSKIAMLGKFLTGLSTVSEMVISSDTLQVIHDYCKMEQLPQ
FSNLSRLHAYFEDTWWEMLPTFLESFPNLHSLVMEFDCFPDTEQIDLSYVPQCFLSSLEFVHLKTPYVVNMQKEGRPLTG
TSSKRKLAKYFLENGAALKKLTVSASFCNIIDEIKAIPRSSTSCQVVMD*                              
>Atha_AT1G53550                                                                 
MRKRKQQVYNDNLIVSRSNKRSSTSGKETCYFDPIPVDLVINILSRLSLECIARCRCVSKLWSSIIRRPNYNQLFPVKSS
ATPRLLFVFKVARELFFNSSPQHFNPNNSSLVATSLQKTSSTRFSQLCRPVHGLICSQHIEENYLFALISNPTTGEYIAL
PKQRMEEMNSETIIEKVRYSFGYDPIDKQFKVLRITWLHRGSHEWSSEYQVLTLGFGNISWRNTQCCVVHYLLEDSGICI
NGVLYYPARLDNRKYTIVCFDVMTEKFSFTSIDKDMTIMTNLSFSLIDYKGKLGACICDHTLFELWVLENAEEHKWSKNI
YNMPYSRSRLEETSYLKCAGMIASGEILLYPISSANTSTDARYPFIYYYNLERNIITRVTLQVPILKQFTYARLFYTFSN
FLENVTLI*                                                                       
>Atha_AT1G19930                                                                 
MKKNKVPTELIFSLPNDLLVNILARVSRLDYPILSLVSKRFSSVLTLPELYQTRSLVGLTENCLYVCLLSSRADRIPSWF
KLCRRPILASDTRKSSGYVLATIPIPHSPPLHRSSLVAVGSNIYNIGGSISQSQSSSVSILDCWSHTWLEGPSMQVEREY
PSASLLDGKIYVTGGCRLTFHGCGDQTDNVVVDGKLHSCGGYKGVAYNPNDGRWDSLGSEMNLGLKWSSSCVIENVIYYY
YHNENIKWYDTKVRSWRTLNGLKTLPRFARYANVRLADYGGKMALFWDKFTGCGNQNRMIWCAIIALERRNNEEIWGNVE



WSDAVLPHQVPMAYVCEYVVAVNV*                                                       
>Atha_AT1G12170                                                                 
MMHVILPWELVEEILYRVPPLSLTRFKIVCKQWNTLFKSKSFVNNHLVRVRPQFLLWTDSKMYSVSVNLNDDQKIDMREL
PLDIPYLNNFMRTYFTPCDGLLFCDSWSWRKKAAIWNPWLRQTKWIEYSKEKTFTFRGIGYDSGRPDKGHKIIGSSIYNK
RKLIEDPLYRSVEIYTFETNGWKSMNTFSEEGEIRPLSDVSLNGNLYWVVSNGETHECFIESFDFSKEIYKCFCTLPWNY
NSFHVPVLSTFRKDRLSVLKRKRMAETNNIEIWVTKNKINDDGEPVAWIKFMTVSIAISSNSSPSFFIDNVYQKSFIMCC
EDENNKLCVYIVRGNALTKIQIVGVDAKNYINHCSYVPSLIPVP*                                   
>Atha_AT1G47800                                                                 
MAETEKNLQSLDHIPIDVLFEILVKLPAKSVARFLCVSKVWATMIRGEVFIRSFTSYSSPQKQPRLLFALVDCLRLYNKM
LYFFSKSTLVSTPLLPWDPAPGPPVKPHRFGLFWRARCLRYLPKHYKSLMEELKPKPLVVEEQPDFLSRKELRHENSSYV
HGLMSFLCSGEQVIFNPSIGKSITLPTIKTSGIISQSFLGYDPINAQYKVLCLTNVTRFCEHQVLTLGAQNSSWRMIQCS
TPHYCGEKSLCIDGILYYSAFTSFTTVLVRFDVRAESLEVASKFPEGLKSSNGITLINYHGKVAVVSKNYHNDHHDFNLW
VLEDTKKQQWSNVLVSFHTGVTGQFHGGLEVLGTSDMGEIVFAPNHFEEFVVYFLDQKSNRIRSVLL*            
>Atha_AT1G13200                                                                 
MKDAEKREVIASSSLQRKRNRGRRLRKRRRRNEKRVLMVPSSLPNDVLEEIFLRFPVKALIRLKSLSKQWRSTIESRSFE
ERHLTIAKKAFVDHPKVMLVGEEDPIRGTGIRPDTDIGFRLFCLESASLLSFTRLNFPQGFFNWIYISESCDGLFCIHSP
KSHSVYVVNPATRWLRLLPPAGFQILIHKFNPTEREWNVVMKSIFHLAFVKATDYKLVWLYNCDKYIVDASSPNVGVTKC
EIFDFRKNAWRYLACTPSHQIFYYQKPASANGSVYWFTEPYNERIEVVAFDIQTETFRLLPKINPAIAGSDPHHIDMCTL
DNSLCMSKREKDTMIQDIWRLKPSEDTWEKIFSIDLVSCPSSRTEKRDQFDWSKKDRVEPATPVAVCKNKKILLSHRYSR
GLVKYDPLTKSIDFFSGHPTAYRKVIYFQSLISHL*                                            
>Atha_AT1G78280                                                                 
MTTLGQRDRRPDALGSLSVLPDETICVLLEYLAPRDIAHLACVSSVMYILCNEEPLWMSLCLRRAKGPLEYKGSWKKTTL
HLEGVTQENDAYRKCFHFDGFMSLYLYKRFYRCNTSLDGFSFDNGNVERRRNISLDEFSKEYDAKKPVLLSGLADSWPAS
NTWTIDQLSEKYGEVPFRISQRSPNKISMKFKDYIAYMKTQRDEDPLYVFDDKFGEAAPELLKDYSVPHLFQEDWFEILD
KESRPPYRWLIVGPERSGASWHVDPALTSAWNTLLCGRKRWALYPPGKVPLGVTVHVNEDDGDVSIDTPSSLQWWLDYYP
LLADEDKPIECTLLPGETIYVPSGWWHCILNLEPTVAVTQNFVNKENFGFVCLDMAPGYHHKGVCRAGLLALDDENSEDL
EEETHDEEDNTLSYSDLTRKEKRTRMNGGGETENREEDVNGVSKRYNMWKNGFSYDIDFLASFLDKERDHYNFPWSMGNS
VGQREMRAWLSKLWVLKPEMRELIWKGACIALNAEKWLRCLEEVCTFHNLPLVTEDEKLPVGTGSNPVYLLSDYAIKLFV
EGGLEQSMYGLGTELEFYDILGRADSPLKTHIPEVLASGILFFEKGSYKVVPWDGKRIPDIISSSSFDFDASMLNSEFPF
GIWNKTLREHKNQGKPAPDSFGSLSSHVWPYIITKRCKGKIFAQLRDDLTWNDAQNLAFFLGQQLRNLHLLPYPPVTRPE
LLNVNAVHEELNIPAEWKVFVDALCQKKKDVTSRLENWGNPIPRALMTKIDEYIPDDFFVDLLHVFKETNGGDEIKPCTW
IHSDVMDDNIHMEPYADDSVDGQHNSWRPSHILDFSDLTIGDPICDLIPIYLDVFRGDADLLKKLLENYGLPLIRSRSSE
NGTTKTADSTRKKVLSPSYRTMCYCILHEENVLGSIFSIWDELRTAESWEQVEQTVWSLLNTY*                
>Atha_AT1G23390                                                                 
MEKKKNNNNGGDFGEEESSIDGDILESILSYLPLLDLDSACQVSKSWNRAVFYSLRRLKTMPWLFVYNQRNSPPYTMATM
AMAYDPKSEAWIELNTASSPVEHVSVARSSHSTLLYALSPARFSFSTDAFHLTWQHVAPPRVWRIDPIVAVVGRSLIIAG
GVCDFEEDRFAVELFDIESGDGAWERCESMPDFLYESASSTWLSVAVSSEKMYVTEKRSGVTCSFNPVTRSWTKLLDLCP
GECSLYSRSIGFSVNRLIMAGIIGDEYNPTGIELWEVIDSDESHLKFESIGSMPETYLEKLRGINSDWPLTSIVLNAVGD
MVYVHGAAENGGEIVAAEIEGGKLCKWRTLPNADATWKKSHAAERVIVACSNVGFSDLKLAFRNNLSFLSTSKY*     
>Atha_AT1G80110                                                                 
MNNLPEDCIAKILSLTTPLDVCRLSAVSSIFRSAAGSDDVWNHFLPADFPAGFAAPAGLPTRKQLFFSLVDNPLLINGTL
LSFSLERKSGNKCYMMAARALNIVWGHEQRYWHWISLPNTRFGEVAELIMVWWLEITGKINITLLSDDTLYAAYFVFKWN
HSPYGFRQPVETSLVLADTESTDNVVQPSMISLMQDSGGEEGQSPVLRRDGWYEVELGQFFKRRGDLGEIEMSLKETKGP
YEKKGLIVYGIEIRPVP*                                                              
>Atha_AT1G25280                                                                 
MSFRGIVQDLRDGFGSLSRRSFDFRLSSLHKGKAQGSSFREYSSSRDLLSPVIVQTSRWANLPPELLFDVIKRLEESESN
WPARKHVVACASVCRSWRAMCQEIVLGPEICGKLTFPVSLKQPGPRDAMIQCFIKRDKSKLTFHLFLCLSPALLVENGKF
LLSAKRTRRTTRTEYIISMDADNISRSSNSYLGKLRSNFLGTKFLVYDTQPPPNTSSSALITDRTSRSRFHSRRVSPKVP
SGSYNIAQITYELNVLGTRGPRRMHCIMNSIPISSLEPGGSVPNQPEKLVPAPYSLDDSFRSNISFSKSSFDHRSLDFSS
SRFSEMGISCDDNEEEASFRPLILKNKQPRWHEQLQCWCLNFRGRVTVASVKNFQLVAARQPQPQGTGAAAAPTSAPAHP
EQDKVILQFGKVGKDMFTMDYRYPLSAFQAFAICLSSFDTKLACE*                                  
>Atha_AT1G47270                                                                 
MDLSLLLPKRSWEISGGADKISRVAMSLKNIVKNKYKAIGRRGRSHIAPEGSSVSSSLSTNEGLNQSIWVDLPPELLLDI
IQRIESEQSLWPGRRDVVACASVCKSWREMTKEVVKVPELSGLITFPISLRQPGPRDAPIQCFIKRERATGIYRLYLGLS
PALSGDKSKLLLSAKRVRRATGAEFVVSLSGNDFSRSSSNYIGKLRSNFLGTKFTVYENQPPPFNRKLPPSMQVSPWVSS
SSSSYNIASILYELNVLRTRGPRRMQCIMHSIPISAIQEGGKIQSPTEFTNQGKKKKKPLMDFCSGNLGGESVIKEPLIL
KNKSPRWHEQLQCWCLNFKGRVTVASVKNFQLVAAAAEAGKNMNIPEEEQDRVILQFGKIGKDIFTMDYRYPISAFQAFA
ICLSSFDTKPVCE*                                                                  
>Atha_AT1G51370                                                                 
MVGGKKKTKICDKVSHEEDRISQLPEPLISEILFHLSTKDSVRTSALSTKWRYLWQSVPGLDLDPYASSNTNTIVSFVES
FFDSHRDSWIRKLRLDLGYHHDKYDLMSWIDAATTRRIQHLDVHCFHDNKIPLSIYTCTTLVHLRLRWAVLTNPEFVSLP
CLKIMHFENVSYPNETTLQKLISGSPVLEELILFSTMYPKGNVLQLRSDTLKRLDINEFIDVVIYAPLLQCLRAKMYSTK



NFQIISSGFPAKLDIDFVNTGGRYQKKKVIEDILIDISRVRDLVISSNTWKEFFLYSKSRPLLQFRYISHLNARFYISDL
EMLPTLLESCPKLESLILEMVKNQSTRRHGEKREPNVMVSTVPWCLVSSLKFVELKRSIPRYEGEMELVRYVLTNSTVLK
KLRLNVYYTKKAKCAFLTELVAIPRCSSTCVVLVL*                                            
>Atha_AT1G31000                                                                 
MTRRRTKKTEIRNDSDSVRIDIVIEIVKRLPLKDVSRFLLVSKLWSEIIRSPYFIRSFPFLFSSIQPHLLYALNSLDKDK
GHHKCCDIHYVSGLICFGYGQQQLITNPRTGKSIYLPKVKSRSKIIQSFFGYDPVYGQYKVLCMSERMNDYLNVPSSEHQ
VFTLGGVQKVEQSWRMIECNIHHRPKTNSVCMDGVLYYGAFTGGDMLEWCLMRFDVRTEKLDLVSRLNESSIQCYRPGHS
PSLIKYHGKVALAFETSLHTFELWVMEDAEKWSKIRFSICHSMHLFGQDDDDAFLITGNIHTGEIIFAPYDCDVRFGMTH
VVYYDLKTNRLRFRTVAFDLGTLFPQISVMVPFFDYVESAMLL*                                    
>Atha_AT1G67455                                                                 
MMISDLPEDMVEEILSRVSIISLGALRWNDLSKARVICKAEARQQFAGFMIKGSKEVSNTRLVVWNPYLGKIWSIQHRSA
YHSENRYTLGYDNNRKPQNLEEQLAVLLHNWGAFAMEIWVTTNIEPNAKKHAVIFDSSLSCGSVACIIGETGNLRTVDLG
VAAVPYRQLPVCSYAPSLEQINQGQELPLIGLTQIFMEQHKYWVSTFLDNLITKYG*                       
>Atha_AT1G30930                                                                 
MKNSIPIDLIIEIVSRSTAKSVARCHCVSKQWRAIFRRKYFIELFLTRSKARPRILFVVQDGEWSEWSFLSLPQPQNSSL
VVESADIHMKKFSAGISGSIYFTYASGLIYFKCMRIPKEDEDEKPVLCDPLTGKYVILPEPRVFGMYSYLGFDPVDKEFK
VLFMASGYTASKDVDHYILTLRTGELKWRTIQCPFTHEPLWTRICINGVLYYSAMNSDGNYVIVCFDVRYEKFKLVDTKC
RSEFNGLINYKGKLCGVKLKYAYRVGFPVKLRMRVLEDVEKDEWSTYVKVKVKQNLSVAGMTATGDIVLFMKFASNPFYV
FYFNPERNSLEVQSVEIQGLGANPDRIACNAFVDYVEDLSVNDAMLQLNSIPLQQD*                       
>Atha_AT1G48060                                                                 
MARKRSKSSSSLSIPLDIATDIFLRLPAKSVVRFSCVAKHWSSITTAPYFTNSFETRPNLLFFFKEADRFFVVTVPKPNR
RPNESVSHTSSQILDSYQTPYPKHSCFTIKTESVHGLICFQRGTKPIVWNPTMRKFKPLRKPDKSWESLTVFLGYDPLER
THKVVAMPCDKASDECRILTLGSADQESWRTVKTNYKHHPSRGNRKNNYGPCRCINGVLYYLAEIDRHRLIGKFAFLGHS
NVKNSLPMWVLEGEKKGEWSTYNFLPLSHYDRRLEFHFKLIGITNDGELIYVPNTVFKTFEVIYIDPIRKTFSLVKYEGV
ADKGFRQRNGLGEDKPLRGIQYSPNHVETLLSL*                                              
>Atha_AT1G51550                                                                 
MAAESTRNSSPPSTSQSSSPIINLPDDHLLTILLLLPVDSILSFSMTCKRYKSLACSDSLWEALCEREWGPTSVDALKLS
SLRDGFSWMLMFQRVYKMDSVCCHKISDPDDDDEESSSFPIPRASHSLNFVNDHLVLFGGGCQGGRHLDDTWTSYVDKSN
QSILKWKKVKSGTPSGRFGHTCIVIGEYLLLFGGINDRGERLNDTWIGQVFCHEGLSWKLLNVGSLQRPRPPPRGAHSAC
CIAEKKMVVHGGIGLNGVRLGDTWILELSEDFSSGTWHMVESPQLPPPRSGHTLTCIRENQVVLFGGRGLGYDVLDDVWI
LDIQEPCEEKWIQIFYDFQDVPEYASLPRVGHSATLVLGGRILIYGGEDSYRHRKDDFWVLDVKTIPSSGLKPQGLSLNG
SSVWKKLDRISYGPKSRSFHRACADCSGRFLYVFGGMVDGLLQPAASSGLRFDGELFMVELVLGFSDLDHQQRPGKSM* 
>Atha_AT1G13780                                                                 
MESTVMPGFDRISELPESLISQILLHLPTKASVKTSVLSTRWKNLWLNVPGLDLNCRDFPFQNNNEKLLIDFIDRFLQFN
NESRLQKFKVDYSRDKIIKFSDRIGDAISRGIRVLDVESNTYYRDADDCIDYPCIEFMPLNLYSCKTLVSLKLSYSGLED
PGFVYLPCLKFMHLREVRWDSSGTMNLEKLVSGCPVLEELIYLHDDKLVVTRVRSRSLKRFSIPFRHKLSLFRRVTQTFE
IDAPGLEYMSLKADHFDRIVVKNLTSLFMIDLDIKFIVGFGWMFDPEDLPKRNEIRDFLTGISSVRHMVISHNTVKALDL
YSKVGLIPKFNNLSRVEAAFPSSLLQFLPAFLESFPNLKHLILETECPVEVMEKFELVNVPRCFVSTLEHVEIKGLFDWG
EQDMKIASYFLENSAVLKKLILSFMGCPQHYSESDIYEELNKLTKRSPRCQIIIRC*                       
>Atha_AT1G59675                                                                 
MSSRDNDTSQSDHVPLDLTIEILSRLPAKSVGRFRSVSKLWSANTTSQNFINSFATGSLASRPSVLLTVRKGDILFVFSY
PVDKNSSDGQFTCVGSYQLTNPNFGNLSRYHFLKWTQYRTKSYTSKMRNSIREVETVGDEVRLSDKYMYTMNVYPNHIES
LVSL*                                                                           
>Atha_AT1G60400                                                                 
MVRTSIKSIGSGIDRLSALPEHLLCRILSELSTKDSVRTSVLSKHWRNLWLHVPVLELETSDFPDNLVFREFIDRFVGFD
KEIDLKSFDIFYDVNVLWYDDFLWMIDDVVKRRVCDLMVTNNPYVVNEKLVKMPISLYSCATLVNLNLSFVAMNNLPSES
VCLPRVKTLYLHGVKLDGDSILGTLVSSCSVLEDLTVVTHPGDYEKVVCFRSQSVKSFTIESQCEYKDPNVEIDCPRLEY
MCIREYQSESFVVHSIGPYAKVDVDIFFEVEYEDPLAISMIRNFLTGISKVREMTISSRTLEVIRGYHSMVKALPQFSNL
SSLDALLVESYWELLPVFLGCCINLNSLVVELDGLSEIEEFKVSPLLQDSLSARGFVQQKTPVSVTKTSSERKIAAYFVK
KSG*                                                                            
>Atha_AT1G67623                                                                 
MVVSLSLHASSSIRKSKTKASLCLDSLPEDLLVEISSCTGASSLSAVRNLRLVSKSFRRICDEKYVFYRLSLKEIEFLPW
HENSAKFIERCTESRNPEALFQKGFINYFRDKLQDRGLEYLAEAAEKGIKEAKYVYGVILICLGGKTKQKGFEILSSVIK
QLMSTTMNELVEFRYKIQKIRYGFWWSDNTVVEQLKTAYVSEKCKCDCKTRMLLLVMNRGWYLFGDETDLDFSSACELYL
YINRNFPFEAKKSKIDGEIYWACEFEPNRFVRTEPNRGLDKSVRLRLIEYNRSVSV*                       
>Atha_AT1G47765                                                                 
MEQQKQKKRKVVSKSKRTQSKSASSLPLDLTSEILLRLPEKSIARFRCVSKLWLSITTDPYFINLFETRSPRPSLLVCFI
ENDKLFVSSIPQHLHSLQNSKRSYSSSQLFIVIIWNYQKDVGLICFKTSKMPIVWNPSKRQLITLPIPRLSWNNIIVFLG
YDPVEGKHKVMCLPFRRSSDVCQVLTLGPAQEFSWITVKTYHKHCSDYQSSGRCIKGVVYYIAQVYHTHAWVLMCFDVRS
EKFDMIKLHADIYREILITYEGRIACVEKRTTKDDYIALCILEDAKKDKWSSKDILAPFGHFDERLRTFFQLKGCTHDGE
FIFVSSTFRKMDYILFFDPVKKTFRRFELKEIADDQARVNNGDPYGPIFAFCAFLDHVESQMSLQ*              
>Atha_AT1G51290                                                                 



MVSVNLPWELVEEILYRVPPQSLARFRTVCKQWNSLFDDNKFVNDHLVRSRPQFMFRTDSKMYSVAVNFSGPWIEVHELT
LDIPGLNCEMPIWLYNYVDCDGLLFCTSYKFKGVLIWNPWLKQTRLFASNHHYPTKYVIGYDNKKRYKVLDYEFEPSSKL
TIYEIGLYSKKVKDLESDSSWSVVQSNSVSLNGTLYWAGVDVNNGIFIRSFSFSTERLTTFCRLPLKYNEDNILALAVFR
KDRFSLLKLCNKTSKIKIWLTKNSINNREIGLVEDVVWIKLMTVLIPDFPKLPFRWYNRPDLTYFLDNDDAKRLVICCYD
ETQQVYIYIVRRNIVKKIKIDLFEDLLDQSSPHLRTYIPSLVRPTQVKEDNNKLYVL*                      
>Atha_AT1G21990                                                                 
MHAQRVARDLISGSPDEILGKILSFLPTHHAATTSVLSKRWRNLLPLVDKLELTEDHPSGRCSLGFPDFVEKTLALLDRP
CSVIKKVHLNCDHLHGESRFYSWIRTVLERGVLDFHLESSRMYRVETEFFTSNTLVELTISGALYPEGELPPGGLFFPAL
KRLSIVLVAFADCDMYDDFVLGCPVLEELILYYADDDQPPGWNGKVSSPSIKRLTISHDYPDYPETHIYVWFDTPSLVYL
DYSGHVARRYTAEMGSLEEARLNLLPWEQLIDSDEEDDDFDGYGPRWEKRSKDATGLIAMISNVKTLHLSSDSLEVIHSL
CKVMPAFQNLLKLSFESDKERGWQVVPLLLNSSPNLETLVIKGLVHKVTSRCGDACLCIRKKTRGECCLLTCQVKVLKII
GYRGTCREQKQMSHFLANLKCLETVKVRVEVDHREDNDASNTYLRITNALMKLPRVSSNCRIHFL*              
>Atha_AT1G53815                                                                 
MTKQKQYVSDVNLTVCGSNKPSSTPGKDIEYFGLIPVDLFISNILSRLPLKSKAKCRCVSKLWSSIIRRPNYNQLFPIKS
PAPRILFTIEYAGILFFYSSPQPHNPDENSSLVATLHQNTGNTKFYEICGPVCGRVLCRQYNSVGVIYNPITGESSNLPK
LSLKGINKSEWLCDKARYSFGYDPIEKQLKVLCITWLRTGSEHLSNEYQVLTLGTENKKTLLEKDSRLCNSFFLGQY*  
>Atha_AT1G46984                                                                 
MNRRKNDFLVRPKRIRCYTQLSTLPIDLIIEILSRLPMNSIAICRLVSKQWASILQSSDFTESFLIKSPPRPRLLFTIRY
GSKWHLFSAPQPRNFDENFPVVATDYHKGFSGNWCMQSFQLVNGFIYLNNRLSLKGKIDRVSVIWNPSTGQQIPLPDLGV
KNSHSKSFFGYDPIEKQFKVLCITSSKEHQVLTLGTGRKLSWRKIEYSYPHYPRKKSNGICINGVLYYRNTNAMIVRFDV
RSEEFRFVEIKMYVEILSLINYKGKLGVLFPNTDLAQLWVLDDTNKVEWSKHNFVFPDTTFEAIRATDTGEMFCASSCWR
DSLYVSYYDLEKESVKKVKIKGIEDKLSIGKHHANEFFIFPNHVENVMVL*                             
>Atha_AT1G50980                                                                 
MANKNFSLTVYDSEYMETNNKIYQENMEKKIRTISEFPDKVLLKILSLLPSKDVVATGVLSKRWRSLWKDVKTFRTSSVE
SLQLKINPSATNKDIQSLVNMAVARSMRELRIEMICKNFELPKSFYMFSQLETVILDKVSLMDPPPDVHLPCLKRLHLLS
VNSLTNVMIFTIDVPTLRILSIDNTSGKSRPKGVHGFVINTPSLSVNVVFDNPYKFLAPLGSTQYLSLCSVTSHTTYRPA
VFSFIFLDHLELCLCSAEQWNLLTRILNYAPRLRVLQLKLYHKHCVKDTKNLMGNQPDLIPKSLSSHLEILEWRQYNDTA
QEREAAKYILANASGLRKATFYTESTEKHGMLKEVRMCGQRFKNMSACVK*                             
>Atha_AT1G70960                                                                 
MVNTSFETLPRHMQMEILSRVPLKFLMKFMCVSKKWASIIRGEEFREDYLFQSMKRPRVLFVIDHREYLPIKPEAFFHSV
YQEDQPLLLSGKQRMRTFETPLVQVFQPIRGLICQQGYGKIVICNPGLKKFRSLPQIKVHKGAPMRTFFGYDEDKDVFKV
LCITWLRNGKRSEVSKEYLVYTMGSDEESSSWRLITCEHDHAPVTEGLFKGGVLYYGAKSNNGKSVVMSFNVNSEDFSVI
ELEVEISPYWRLVNYKGDIALMNNIEDSLYHSREFEMWVRNEVTGNWDRTSIKISHWNGTVDGKTFYFKGTIGTKELAFA
PDYWFGEQHFVSYYDTETKNLRRFDIEGMVDQDDFVRTFFDHVDSTWLI*                              
>Atha_AT1G67130                                                                 
MNRGETLDSIPTDLILDILSRLPTKSIARFHCVSKLWSSMLASQDFTRLFVNRSSSNPRLLLGIVRGGEWSFYSSPQPKN
PYEKSSLEVAADFHMKLSEIKQHQHHGTSYAFGLIYLRTVWMSKEGFDPIGKQFKVLVLNILDNHYILTLGTENDKWRSI
QSSLRYRPCGQSPICINGVLYYIAYDTQDSSNDVIGCFDVRFEKFKFFHDLEKEEWSKYAYTLKPDNNVVKVNYNLSFVG
VTTRGEIVLAKMYACKPFYVFYYNPENNTLLSVEIQGVGEDSEWFSNYQRVYVFVEHVKDLHQFDNTKTSINLPEQKRKP
TSISISSKYDDHVRTTLISSRKNQQVTTVSRPQQDRRTTNKFSALCLLVMKNSQVSKPDCFSWSSATMLYL*        
>Atha_AT1G60570                                                                 
MSDDEEPPLKKNKLPVEEPTLIPSLPEELILSILARVSRLSYRSLSLVCKRFHSLLTSGEIYRFRSLSGYTENCLYVCLR
FSHTGRSHRWFMLREKNKSSGYVLAPIPISHSPSLHASSIVAVGSKIYKIGGVMDGSSVSILDCWSHRWLEAPSMQMERD
RPSANLIDGKIYVTGGCHRGSYNPSKWMEVFDLKTETWEPVLCRSDRLTFESYHERTNNLLVDGKLYIFWADKGVVYNPK
DDTWDSLEVPEMDMCLTLFYCCVIENVLYDFFYEELDIKWYDTKARTWRSLLNGMRELHKFVRHASVTLADYGGKMVMFW
DKFVASGDGLGFHKTMMWCAMIALERSDSGEIWGKVEWFGPVLPNQIPLEYAFEYVGSVKV*                  
>Atha_AT1G56400                                                                 
MTFKRIASSIQQDRLSNLPDVLLIMIISCLSFKECIRTSVLAKRWRYLCRETRNISFKETEYVDHFVSDKRSKRVSFAAY
MCQWVSRYHGRYIETLEIYFSIPSDFLAAVESLIEFAVSRQVKNLVLDFSDPSWISTSCASRYDYVCVQLPVCVYSLTTL
ESLKIYSCGFDPSKFSNSRLPRKLSIGWIKLTDVESLLLNSPTLKSLSINYCWGIEIRNIAGDMKEFVFESCDFSSFMVC
CFDLPNVEIFKYSGQILSFDVKRMNMSIKDVILDFTAEGLYEDRNQRTKLEGSVLSAFLNNLRGARTLSVCPYLLQTIQE
CEDPFDLLRPMETQHLVLRTRLHVMEFKGIKLLLDNCPNLETLTFDIFSRSLFSYNKSYYGVGPRSYWKKNLTYKSLPKT
LKVVVVRNFTGRFGELNVLKFLIQSGRGRWPGREHGPMLERVELYMDSSMAESQKELADDGAMMLQSISGDVQVLVYDP*
>Atha_AT1G64840                                                                 
MMPNWSQLPEELLNLISKNLDNCFDVVHARSICRSWRSAFPFPSSLSTLSYSLPTFAKFPLVSKDLCTLKKIQIFLFRAR
NPAADIPEYFLGGIDQDQSNDHMELPSPLQCSVKVKFPQSDPFLVNMLDYQIIPLGFQYIMIGWDPESLANGYVGVAFLP
VKKNGGDEFVVLLRYRNHLLVLRSSEMRWMKVKKTSIASCKGLVSFRGRFYVTFLNGDIYVFDPYSLEQTLLMPSEPLRS
SKYLIPNGSDELFLVEKFNPFPEADVLDLSRFACRVSRLDEEAGQWVEVIDLGDRVLFIGHFGNVCCSAKELPDGCGVSG
NSILFTNEPGYVTFAYKYGVHTGRAEDELNIWRFSREIRVMIVNTFPVVALRLERQAENLALDT*               
>Atha_AT1G23770                                                                 
MDTGFADSNNDSSPGEGSKRGNSGIEGPVPMDVELAAAKSKRLSEPFFLKNVLLEKSGDTSDLTALALSVHAVMLESGFV
LLDHGSDKFSFSKKLLSVSLRYTLPELITRKDTNTVESVTVRFQNIGPRLVVYGTLGGSCKRVHMTSLDKSRFLPVIDLV



VDTLKFEKQGSSSYYREVFMLWRMVKDELVIPLLIGLCDKAGLESPPCLMLLPTELKLKILELLPGVSIGYMACVCTEMR
YLASDNDLWEHKCLEEGKGCLWKLYTGDVDWKRKFASFWRRKRLDLLARRNPPIKKSNPRFPTLFPDRRDRREPFDRFGP
SDFYRFGLRDPRDRFGPRDPRDPHFYGFRY*                                                 
>Atha_AT1G76900                                                                 
MSFRSIVRDVRDSIGSLSRRSFDFKLSSLNKEGGKSRGSVQDSHEEQLVVTIQETPWANLPPELLRDVIKRLEESESVWP
ARRHVVACASVCRSWRDMCKEIVQSPELSGKITFPVSLKQPGPRDATMQCFIKRDKSNLTYHLYLCLSPALLVENGKFLL
SAKRIRRTTYTEYVISMHADTISRSSNTYIGKIRSNFLGTKFIIYDTQPAYNSNIARAVQPVGLSRRFYSKRVSPKVPSG
SYKIAQVSYELNVLGTRGPRRMHCAMNSIPASSLAEGGTVPGQPDIIVPRSILDESFRSITSSSSRKITYDYSNDFSSAR
FSDILGPLSEDQEVVLEEGKERNSPPLVLKNKPPRWHEQLQCWCLNFRGRVTVASVKNFQLIAANQPQPQPQPQPQPQPL
TQPQPSGQTDGPDKIILQFGKVGKDMFTMDFRYPLSAFQAFAICLSSFDTKLACE*                        
>Atha_AT1G12855                                                                 
MESREDSFISKEKKSTMKKEKQAIASQRNRRRVIKNRGNGKRLIASLSQRKRRRIPRGRGNEKAVFAPSSLPNDVVEEIF
LRLPVKAIIQLKSLSKQWRSTIESRSFEERHLKIVERSRVDFPQVMVMSEEYSLKGSKGNQPRPDTDIGFSTICLESASI
LSSTLITFPQGFQHRIYASESCDGLFCIHSLKTQAIYVVNPATRWFRQLPPARFQILMQKLYPTQDTWIDIKPVVCYTAF
VKANDYKLVWLYNSDASNPNLGVTKCEVFDFRANAWRYLTCTPSYRIFPDQVPAATNGSIYWFTEPYNGEIKVVALDIHT
ETFRVLPKINPAIASSDPDHIDMCTLDNGLCMSKRESDTLVQEIWRLKSSEDSWEKVYTIDLLSCSSSSLSEFRDGFNWT
RKDLVEPSTPVAICKDKKILLSHRYARNMIKYDPQIKSISLIYQPPLCRRYASYFQSLISHI*                 
>Atha_AT1G59680                                                                 
MSDLSVDLVGEILSRVPLTSLSAVRCTCKSWNTLSKHQIFGKAELAATKQFLGFTVMDYKVCSLRFDLQGIRNDGDDFVD
HGKSGLKIRNKAHVHNTQKSMILTPVHGGWLRSIPSAERFGPHLPLPVHSYDDVTLSCVRQEQLALLYGNNETDDSLEIW
ITNQIDPNAVSWSIFLKVDIKPLIGFPKDFDPGSFFIDEEKKVVVVYDLDGHLYSTKKNCAYQRLYIIGEDGYFTSVKIK
CSDSPEFSAYAPSLVTYKPTNYAK*                                                       
>Atha_AT1G78750                                                                 
MDGAGEKRVRAKGSREVDWISNLPETLLCQVLFYLPTKDVVKSSVLSSRWRNLWKYVPGFNLSYCDFHVRNTFSYDHNTF
LRFVDSFMGFNSQSCLQSFRLEYDSSGYGEPKLALIRRWINSVVSRKVKYLGVLDDSCDNYEFEMPPTLYTCETLVYLTL
DGLSLASPKFVSLPSLKELHLSIVKFADHMALETLISQCPVLENLNINRSFCDDFEFTCVRSQSLLSFTHVADTDEMLNE
DLVVAIDAPKLKYLRLSDHRIASFILNDLASLVEADIDTVFNLICKKMFNPNDLNKRNMIRDFLVGISSIKTLIIASSTL
EVIYDYSRCEPLPLFRNLSSLRVDFYGYKWEMLPIFLESCPNLKSLVVGSANYREKEGINILSVPRGFLSSLEYVKIERP
LKGEAMEMKLVSYLLENSTILKKLTLCLDDSIKKEESVILKELNTIPRLSSACQVVIL*                     
>Atha_AT1G70380                                                                 
MVNTSFETLALDMQIEILARLPLKYLMRCMCVSKKWASLIRGEDFRSAYLLRSMARPRLLFVASRSRKFTRETCFHSVYQ
EPPLLLSGKRQMLTDNHIAPVFTVSNPILGLLCHQGYNNEIVICNPGLKKFRNLPQIQVPEGASVRSFFGYDKVDKVFKV
LCVCVPQTQFGAGWTSKEPKKYQVYTVRSDHEKPSFWRPIICNDDHSVVTDEGLFNGGFLYYGARSSCNKPMVMRFNVSS
EAFAVIKLPEEVDIDYHWRLVNYKGKVALVNTFDSKFKFNGVFEIWVRNEVDRKWDKDIIKIPQWTESVDNYNVYFKGTT
GTKELVFAPPNWFGEPLFVLYYDKATTNLRRFDIEGMDDQHYSFHTFLDHVDSTWLM*                      
>Atha_AT1G11620                                                                 
MATMDLSSDLVEEILSRVPARSLVRLRSTCKQWEALIAEPRFVNKHLSHMRYREQQFTVFNNEHIVSPLFGSTTSYVGID
FNKPENCGVKLPFPIALSPAINISHCDGLLLYVTKSMLLVANPLLSQKRWIKCSEGFDHSMDAYGLGYLFNQSSGFYDYK
VVRFRCGIKNSSRVEVYAFKSDSWKVVVDTNFGGFDGLPLSSVCLRGTPYWLGYNKSGNELMSIQSFDFSKERFEPLFLP
PQSIGSRNLVKYISLGIFRGDQLSLLLECHETCKLHLWVMKKQHWSRLMTVDVPQDAIYGKYFSSFIERNGRLALLIKSR
NISIYIGGENQEFKRFEYFTGLGPMLSDCCYIQSLLQIPGFSR*                                    
>Atha_AT1G67160                                                                 
MSDSDGKNMEGRFEAAYIVDLVRLILERLSFVDFHRARCVSSTWYVASKSVIGVTNPTTPWIILFPNKNVENNGSCKLFD
PHENKTYIIRDLGFDMSTSRCLASSGSWFLMFDHRADFHLLNLFTRERILLPSLESIDGERYMRFKRPISGSHIEIDKAV
LWVDDKSRDYFVFCNLSSYVAYHHKRGDDNNSWKVLQPIKHQGCVDMVFKESKLYMISAHQCLTVFDFSGGVSPVEMECA
SFGSSVCVNRFHMKYFSNLAVTLSGEVLIIVGGKMDSSPEAKCVFTVNKMDPKSSEFTVLIKSIGDEALLLDLGITVPAK
DGVMRDCIYFSNDQYHRCCGISLRDGYNADRICVYQIGSDYVVQEFEHLTTSSTKLFKDARWFFPTFGDKCCFHLWILHP
VILQAKKLQKSNLKGTKPVTREKTTIVNNVDGTTTQREKTTKGKNMIGKK*                             
>Atha_AT1G47340                                                                 
MLKKTAPNSPKRRRCSSFAAVDLVGSANRTFMVSVSLPKELILEILKRLPAKSVKRFHCVSKQWASMLSCPHFRELFLTR
SSSAQPRLLFAIEKHNQWSLFSLPQRLTPYEKSSSSSVVVTPEFHMKFPPDGMLIYPRHDRRFSFGYASGLMYFYGMWIN
EHDYDGVPVICNPLTGRYASLPFLERYRKAFSFFGFDPIEKQYKVLFMAYPSGPDHHTVLTFGTGEMSWRKIECSVKHDI
VSDGICINGVMYYLGDTSEFMTAFVVVCFDVRSETFSFIYPGSYCEVINYKGKLGLVFCDDYTDDAIELRLWVLEDKEKI
EWSKYAYKLKDEKFSAHYVSIVGVSAAGEIVLSMADFTSKQPFYVFYYNPERNTLQCTEIQGFEEHHGTFDRRSRVRVFV
DDCSSFYRFADHVEYLNVDEPKLLKSKIYDGPNAKIEWEEEEEEDEDEDQEKEEEDQWS*                    
>Atha_AT1G22000                                                                 
MSFLWDIMPIDKHLSTVPETEGCQQRIETRICALPDDLLLQILPHVPTKEAVATSILSKQWRYVWLMLPKLEFKDEGSES
VGWFIKKSLQLHKAPKLDCLIVELGPHCPIDVDVRKWVENAVNRDVKDLDFTLLWSAAPTSFPKSLYTCDTLVCLTLSNQ
ILVDVSSPASLPSLLDLSLHYVVYKDDGSLVRLLSSSPVLKRLSVHSHEDDNLKTFTVKVSSLESLNYDENWLKDEVEDN
EVDEVVDNEVEVDDLNGSLVIDSPALKELHLSEVWDYCLIENMSFLDEAFISNVPYPDEKFLRSLSSVKHLFLLFSKSMV
ACCNAIKFSWLIEFYFFPISLVDWLMPLMFLLQNSPKLKTPTIDNDFECLSLSWNQPSSIPGCLLSHLETFRWRGYGGRE
DAKKLLMTYILANSKCLKTVEISLLATCNLEETQKELKSMPRISQSSQLLISTKKCSAYVYKDPSTKLEVLKSELESSMA



KSRALGDRNDEMSVELEEHATRDENAERSYSKRSLCAPEAEITVEKLKDKLTALYGQGASELETLKNRCSDLTQKLSEQI
LKTEEFNAIALHGEELLMKLQDAIDENEARKKAQSSQLKRTKELEDKILELEADRQSVIYDKREKTTAYDMMKAELDCSL
LSLECCKEEKQKLEAILQQCKEESLKMSKELGSRRELVQRCSSHKNIEMEENDRLDMDDQMSELDDNNTTAVSSGEP*  
>Atha_AT1G46840                                                                 
MNIQKDDWMDRRKIVRRNTQSSASTYVLEKLHIDLVIEILSRLSAKSIAICRCVSKQWNSLLVSQDFVESFLRSSLSRPR
IWFTFRFDGKWNFFSSPQPQKFGNNLSVEATEHHMGSYENWYMKSCQSVHGFIFMSYNSKGMTDRTQVIWNPCTRQLITL
PKLEPENLDFNSFFAYDPTEKQFKVLCMTVVNKQQTTSYKYQVLTLGTGPLLWRNIECPFMYRLRDKSNRGICINGVLYF
IGWIKCSTMIIICFDVSSEKFSFIKIENAFIVTLINYRGKLGVYLVVYGSPRGEVWVLDDTKNDNWSKHNFVCPYSGQEN
STWATGTGELVWPSSPWTQPFYVVYYNLERQSFRRVDIKGMENKVSTGKDRYDGFFTFTNHVENLMVLPLHKKTIPIQDT
LTNRVMERETLTRSPLTQTAYASSYSTTRSYKSSGKRCSDRSIGEDEQDDIGEKRGDQAAERRERSTKRGKHEVH*    
>Atha_AT1G47300                                                                 
MISDSIPKELILEIMLRLPAKSIARFHCVSKQWASMLSRPYFTELFLTSSSTQPRLLFAIKRNGLWCFFSLPKHQSPYDN
SSSSLVVAADFHMKFLPNKIQMYSSSENRKLSCCYASGLTYFYDMYSEVRVICNPITGRYASLPYLKRYRKELSFFGFDP
IDKQFKEWLKYAYSLRDDKFFTHDVFVVRVTATEMNTIQRVEIQGFGECQHEYDYYRSRVVYVFADHVEDLDVNDPKLLE
SKEEEEEEEEEEEEEEEEEEEEEEEEEEEESKEREKEKKIETVIGGWIKQYWACFLRKSWELNPHR*             
>Atha_AT1G65990                                                                 
MAPIDVGDFVPDGSISFFDDDDQLQTVSVHSLAAGKKVILFGVPGAFPPTCSMNHVNGFIEKAEELKSNGVDEIICLSGD
DPFMITACSENKHVKFVEDGSGEYIQLLGLELEVKDKGLGVRSRGFALLLDNLKVIVVNVGSGGDCSLFQLMKMTTTTMS
NLPTDLLEEIISRVPRKYMRAVRLTCKRWNGMFKSQSFTKMHIGKEEAATRELRQTRMIVMMDYNVYLMGIAVNEIPSIE
TLGKLTCLDDSEQVKISQVFCCEGLLLCILKDDDTKIVVWNPYLGQTRWIQTRLICCVSGWKKYALGYGNNSENRSCRSP
KILRVTDNFNIFSENIPLQYEIYDFDSDVWTTLDVSPHWFIMSERGLSLKGNTYWGAKERHAYGSIDHIICFDFTRERFG
PLLPLPFSAWGAQFASLSSVREDKITALFQNCRAYKLELWITTKIDVNNATWSKFFTMDTPYLHEILSLKTFFIDEENKI
VVVSNKERDTKGDLTHDSIDIINGEARCLWKLGLGKPADKNCWPLVCPYVPSVVQIKQHKGGKTKEQSDYKRH*      
>Atha_AT1G30200                                                                 
MSYLLRSDPVSRIHPEPQSLTSFDHFDLLPDSLLLLIFDKVADVKDLGRCCIVSRRFHSLVPFVENVLVRVDCVISDDDS
SSSDENHRFSLNTASISDAGGAGGSFSALFRLVFAPIFKPFQMLGQILGPKRSSSSFDASFSAINDEIGVTHHSPTQVLK
NFGEIRFLKIELPTGELGIEDGILLKWRADFGSTLDNCMILGASSVIQSNSVKNHENSVDEDNGNIPESFYTNGGLKLRV
VWTISSLIAASARHYLLQPIINEHKSLDRLVLSDADGQGVLCMNREQLEELRVTPLSASSASKRTLVPALNMRLWYAPEL
DLPDGTVLKGATLVAIRPSESKKEVCDASWLSDAFEEPFGTVAKMLIKRRTYCLEMNSF*                    
>Atha_AT1G67390                                                                 
MSQFPLSILKTSQPHHQPKSMNAPRSSDARGKRILIDPIDDRISKLPDDVLVMILASLSTEDALKTSVLSTRWKNVWKQV
PYLHFDLLSATYESGLIAALSNSVAESITQVINNHNGHLMGCSIHHFAHHCVNGVLENWIRLLTLEKNTRFLSLCNKLGK
GRRTNVLRFSPNTFSHPKLATLFLRRYDLVTAHAFKECENLKILKLEGILAEVDVFNTVIASCPSLKVLVLNCMWYNEKT
CLKIHNNNLKVLHLDCPHVDCIDVSAALLDIFSIFYFAFAKEQNFVIKAPRLLFNNWTKDLEKVPNMNYNITSHAQEKKN
IGHEFVVSGDASYLQKLKSLKVVVDVTNSREVHMLRDILVAWNGVLEELHILFKDNNVPNSKEDSESSIGGTQKKKWEEA
NLFPNADFRVEVMWMFDFNGSNKKQFALASRFVTQGTVMKKMMIKTSSFFANEKLDNEAVVAKLKELPKGNENLSIECF*
>Atha_AT1G15015                                                                 
MDVTLPHHVVEDILERLPVKTLRKFKCVCSTWRSTIDSQRFKDRHMIHGQLLEDPDILLLGRWDPPSLSKNASLMTLTFD
SSTMPFSFKIQTIPGKANFYKVTQSHSKSLKVVTVYDSNMEATGLVLYDMTQSERTFANFCLSFKNRETPTAYFPSLITI
*                                                                               
>Atha_AT1G47915                                                                 
MMRTSPRDSISNLPDEILGKILSLLPTKVAASTSVLSKRWRNLLGLVDNLCFDESVVVYPNKEEAFKWFTSIL*      
>Atha_AT1G76920                                                                 
MESSPVNCLPPDSLHQIFSSLPIRDIMICRSVCKFFNQLLTSQCFIEIISTRPPLNLLALRPPHHHHSHRHSGNGHATNI
RPYIHVYDPEQNQWFRFNLDFLPFRSPQPVASSSGLIYLWGDSIDLAESSKSLVACNPLTRQFKVLPQLGSAWSRHGTVL
VDSVNRVMVLTELAALYYSGTVVANQWLKFSSNLPSKPRSPVLMSSSVFALCDVGSPWRSQWKLFSCKLTNLTITHTNWV
CLEKHEWGDIFDIIKRPRLLRGNGDSKLLMIGGLKSTFSLNPACSTILILRLDLESLEWEEAGRMPLEMYRGFQESSKFK
VFGGGDRVYFSAKRMGKLAMWDCWQGWRWIEGVPGYADGLCRGFVFDAKLTLMP*                         
>Atha_AT1G32430                                                                 
MANKEKLPWDLEEEILSRVPPTSLDRFKTVCKRWNALFNDKTFINNHKMTFQFVLSTRSKIYSVSVNPKVEVRELTLNNP
GLKAQRHKNLFATSGLLLCDVGNGAVVWNPWLKQSRCIKLEVNEPSLDFLGIGYDNNKRVEEIVYKTLSVYMKDLGSQYT
WKIHDFASDTWIDQEIEKTKYSRRITEGSVTIRLTNLSVVSLNGKFFKFCDLPSGKNRRRDALALRVFREDRFSLLRQCH
VTKKIKIWVTKNKIDNRYGGDVKWMSFMEVSIPTMPDLEHPKFNSQPSYFIDDKRLVICSCDETGRAWIYVVGGNKLVSK
TQLDSVVDPWPLHCTYFPSLVLVPGGQREEAELQEAKNLHVTTELYVPGKTKSSIKLHYG*                   
>Atha_AT1G47730                                                                 
MEQREEKTENIQRKRSRGKSSSSSLPLDLTSEIFSRLPAKSVVRFRCVSKLWSSITTAPYFTNSFETRPNLMFFFKEGDK
FFVFTIPQHNQNPNESYSYSSSEIIDSYHTTYPKRCCVTTLTESVHGLICFRKAATPIIWNPTMRKFKPLRKLDERWKNI
KVSLGYDPVDGKHKVVCMPYGNAFYECRVLTLGSDQEWRTVKTNHKNSPFTFHGGVCYRQSRCINGVIYYRADTNSGRVI
LSFDVRSERFDVIELPWDENFGLVMMMSYKGRLACLGFNHEKNSRSMWVLENVEQREWSCHTYLPISHYEPGLENYFNLT
GITNDGELIYVPNTVLERFHVIYFDAIRETFRRVIYKGVADKGFRLRNGLEDKPIRRLHFFPNHIETLMSL*        
>Atha_AT1G10780                                                                 
MDSLPDAILQYILSYLTSARDVAACNCVSKRWKESTDSVKSVVFHRNSFESIMETDDSDSIVRKMISSSRRLEELVVYSP



FTSSGLASWMMHVSSSLRLLELRMDNLASEEVVVEGPLKLDCIGVAKNLEILKLWGVLMMSPPKWDMFPNLRSLEIVGAK
MDDSSLSHALRACPNLSNLLLLACEGVKSISIDLPYLEHCKLDFYGQGNTLLVLTSQRLVSLDVQGCSWIRVPETKFLKN
LSISSVTGRVYMVDFNNLSSLEALSIRGVQWCWDAICMILQQARDVKHLFMKVEFTGNEALQPFPEIDFVEFFNNHPKLQ
TFDIHGAMFAALCQKNSLKKLETGFTIPCLEEVVITVRSPLNAEQKMNTLESLVKYARGLKRMVIRILRMKSNHSSADDF
CDDICKFRHMNEHLVHIE*                                                             
>Atha_AT1G31090                                                                 
MNRGANSDSIPTDLIYEILSRLSVKPITRFRCVSKLWESIICRQDFTELFHNRSSSNPRLLIGVIQGGEWNFFSSPQPQN
HYGKSSLVVAADSHMKFSEDKRPRYYSYASGLLYFPNIRISNHNDDVVRVICNPSTRQYAILPPDLRTRYRDSGRLFRNK
LGVINLEDDYDGGYLLKLRMFVLEDFEKQKWTTYVHTLRDENKIKDNDNVYVVGATASGQIVLARNKAYKPFYVFYFNPE
KSTLQSVEIQGVREEEDWFHRVYYFVDHVEDLRFDVMKTTYAATSIRPAEQNTSTSSREDHLVRTVKRKRA*        
>Atha_AT1G66310                                                                 
MDQDGEKRVRAKQSDDEVDWLRDLPESLLCHILLNLPTKDVVKTSVLSSKWRNLWRLVPGLDLDSSDFTENNTFVSFIDR
FMSFHSDLYLKKFKLRFFCNLNGDEVSENAHIARWINDVVKRKVHNLDLTWGAVEIPPILYLCNSLVSLKLCGVTLPNLE
LTSLPCVKVIVLEWVKFANDLALEMLISGCLVLESLTLCRRPNDNVKILRVSSQSLLRFSYNGSSYKGLHDDLVLEINAP
KLKILKLFSHQLTTSFIRNTSSSIVEADINIGLGKKFDPKDLPKRNVICNFLAGISSVKNLFIAPCTLEVIYDYSRCEPL
PLFCNLSYLSVDFYNNSWEILPIFLESCPNLKSLVVGSITSPKRRTSVLSGPRRLLSSLEYVEIESPLTGEVFEMKLVSY
LLENSPILKKLTINLDDSSRKKAECELLTIPRRSTSCQVVVL*                                     
>Atha_AT1G57690                                                                 
MADNSATRVRVPSDRNSRRKIKGEVDIISSLPDVILQHILFSFQTKYAIRTSVLSKRWRHEADAINKALSQYTAPKMMNF
HLKINKNNSLHHIKKWTEFAMSRNVENMSLDVRFRSNKIPRFYEINSSVKSLSHRLDLHDVIPRHGVSWTSLKKFSLSYC
GLPDESAKILSGCPILEWPMQIVAPQIHCLKLRNTQLPCTLVDVSSLTEAEVLDIIIFPVNLSYNADFLHATMLEMLKKL
KNVEKLTFSGSYLQNLSVAEKRGVPFPMFKVKALTLEMKHFVISDIERMLQSSPNLKKLTVRAKDNTGKYLYRYFARLES
GSMLELKKGV*                                                                     
>Atha_AT1G06630                                                                 
MDAKKLDTGPRDAINWLPDEILGKILSLLATKQAVSTSVLSKKWRTLFKLVDTLEFDDSVSGMGEQEASYVFPESFKDLV
DRTVALQCDYPIRKLSLKCHVGRDDEQRKACVGRWISNVVGRGVSEVVLRINDRGLHFLSPQLLTCKTLVKLTLGTRLFL
GKLPSYVSLPSLKFLFIHSVFFDDFGELSNVLLAGCPVVEALYLNQNGESMPYTISSPTLKRLSVHYEYHFESVISFDLP
NLEYLDYSDYALYGYPQVNLESLVEAYLNLDKAEHVESPDVTKLIMGIRNVEILSLSPDSVGVIYSCCKYGLLLPVFNNL
VSLSFGTKKTRAWKLLADILKQSPKLETLIIEDLNGYPLDVSMPLNQVKELQILEYGESDDERLQSRLESKNKLGSFDFE
KFLFPIPPPIKITVSPHPSDSGGDGSNSKSSSDDEFVSLDSSTSGLCSSSEHVRKKKMKRNNTEAEADASSSDTSSG*  
>Atha_AT1G64540                                                                 
MNPREFISNLPDEILGKILSLLPTKLGVSTSVLSKRWRNLILLVDNFDLEDSSTSGFSAFLEQTVARLNTCPIKRLSLNG
RHYRFSSADSWISTAFERGCLELHLQSQYLDTGILSSNTLVKLTLSDQIYLQGLVPHDGTVFFPALKTLSLGAVVADRDV
YESLISGCPVLDELSIRDGCDDPPTWKKSVVNKSVKRLTVSFHHPMSAWAYEDNVWFKTQSLVFLDYSAFVSQGYTIVDR
MDSLVEARLDLRLWVSTDSYDSDYEDKDFDVYRPYDVFGDVTSLVSGIRKVKTLHLSPDSLEAFFFCCNHMPVFNNLRNL
SLESDEEKGWQALPLLLNNSLNLHTLSIKGLVHRVTSRCGDACACISERKTGMCCLSACRIKVLEITGYGGSFIELKQMR
HFLGKLQCLETVRIGVERDGNNEHLRANLSSLHRASSECNIQFI*                                   
>Atha_AT1G61060                                                                 
MNHQKSTTSGDDETDYFDAIHVDLFTAKILSKLPVKSIAQCRCVSKLWSSQIRRPYYNMLFPIMSPAPPRILFTIENAEG
LFFYTSPQPRNPDENTSLVATLHHRTSGNSLLITSPPVGGLLCLEHDRKNYSRVLVISNPITGEFLALPKLRINEIKKEL
LYLNETYIFGYDPIDKQSKDAERHQWSKHIYQLPNRYLNKVVAAGVVGSSEIVFYRKYTREQDQFFIAYYNLESNIITRV
ILEVPLLFSGTCCVNAFTNYVGDVRLM*                                                    
>Atha_AT1G55590                                                                 
MEEVTRSVLAEEILKRLDLENLCSVACVSTTLRSAVVSGVLPSLTSLDLSVFSPDDETLNHVLRGCIGLSSLTLNCLRLN
AASVRGVLGPHLRELHLLRCSLLSSTVLTYIGTLCPNLRVLTLEMADLDSPDVFQSNLTQMLNGCPYLESLQLNIRGILV
DATAFQSVRFSLPETLKALRLQPLLESEAILLMNRFKVTGTYLSQPDYNSALLSPSPSFTLQSLSLVLDLISDRLIIAIT
GSLPQLVKLDLEDRPEKEPFPDNDLTYTGLQALGFCQQLTSLSLVRTCYNRKISFKRINDMGIFLLSEACKGLESVRLGG
FPKVSDAGFASLLHSCRNLKKFEVRGAFLLSDLAFHDVTGSSCSLQEVRLSTCPLITSEAVKKLGLCGNLEVLDLGSCKS
ISDSCLNSVSALRKLTSLNLAGADVTDSGMLALGKSDVPITQLSLRGCRRVSDRGISYLLNNEGTISKTLSTLDLGHMPG
ISDRAIHTITHCCKALTELSIRSCFHVTDSSIESLATWERQAEGGSKQLRKLNVHNCVSLTTGALRWLSKPSFAGLHWLG
MGQTRFAGRKETVTAMICGQRPWLTLCFDGCELGCSDGWEFHTPQRH*                                
>Atha_AT1G33020                                                                 
MNRAENLDSIPTDLILEIFSRMSTKSIGRCRCVSKLWKSMLGHPYFTELFLTRSSDHPRLLFGVKRERQWLFFSSPQPQD
LYEKSSLVDFHMNFSDFHMNFSGDIRRNECTYVSGFIYFPRKRIKNYLCDFRVICNPITGQYAILQLITFHEKRSFLGFD
PIDKQFKVLRMKYNDRGIVVHHILTLEPGKMRWRKIRCPLAHEPFWEEICANGVLYYLAEPTDGGSYVICCFDVRSEKFK
FIDAKCFGDFSIQLINYKGKLGGISWKYDTVDGKRTVELYMWVLEDVEKQKWSKYVYPLPGNSYHYSVAGVTAKGDIVFV
KTYTSKPFYVFYVNPEKKTFQRVEIHGNHEVFDTNNLVYAFVDHVEDLQFDVMKKTYAAKPISPPKQKPKPPSTETSSRE
DHQGWISISSRKYHQVRTIAHRQQGRRKFESINKFNALYLDDGDEDTVAHQQRDHHTFKSISKFKAQRLLDDDEFTGVKT
SKCDTSHLQNRVTAVHELHIWSITVGKVSLASQVSIKPEADTDAILDKVIEYIKRHHVTIQVEKEQNP*           
>Atha_AT1G77880                                                                 
MRKKKKKIVLSSTSEAEKVSIPYLPDDLLLNCLARISRLYYPTLSLVSKRFRSLLASTELYETRRLLGTSESCLYFFMTE
RRNDHEVYGKVEWCHVVHTLPLFNLSRALSCYHCLSHCFLMIIYIILFSI*                             



>Atha_AT1G55000                                                                 
MALYCRDTLIIIFQKLTVADLARASCVCKVWNSVATEDDLVVSAFTAPWRIKELVGRPASVSFWRDNGIWKFAISHRICR
GDSVTSLAVKYAVQVMDIKRLNNMMSDHGIYSRDRLLIPISNPEILANTTCYVELDKYAKREVAVLYLEGAPKREQPVPG
TNQQSNLSADGKRRLIESLRRSMQVDDGTALYYLAIAEGDPRSALSEFSADLRWERQAGLN*                  
>Atha_AT1G30780                                                                 
MASLSLVLRYVVFLSFFILQKPKETFSSRLQRSHAKVAQIGADDYPSSGRNTPVHDLGFPDFPSFQEAVAPPPPPPDLPL
LAPPLPDVPLLPPPAFPDFEKPRLPVPVWPSLPEYPPFPFVDQSAPYQGFAPRFDESANWMPSTPSIPQVFPCLRFKSNL
LRVEFWVSSGTAVKGKDRFCNRPSKLDPNPVDLKTVRLPSKFRLKKLLCRVESSEVCFGDGNEKDTNPSEIDLDSLPFDL
KMVILTRLSAKSLTNFKRVSKMWSSIIGSQRFIDSFFTMSSKQSRCPKFPVNTRFVGYDPIDDQQKALSVSVPSRKRNLE
HKVLTLGGGGQGWRHIEVTNAPFSPVTVGVSIDGFVYYGAYSPTPPMNPVLVCFDVRSEKISFIKAPNDVLQWGFDLWIL
EDVERHEWSKQTCVFPSSVAWDYVGDIQMSFPGTNKAGIGDDEEFRRCSGFVDEGECHVRIAPQHVESIARFKDPIMSRI
LM*                                                                             
>Atha_AT1G32420                                                                 
MKRGNEENNHKTSSSSSTQRLSRRKISAGEKSGNVNIPLDLTVEILKKLPAKSLLRFQCVSKQWLSIISSRRDFIDSIVT
RSLTQPPPRDIKLIFHHQVLYPGPHFFIFSSTYPQNTDKESLTTRASSYHYVRGLICCWSHCPTTVDIYNPTTRQYYTVP
DTNRYQYIETCFFGYDPVENQYKVMVLPKYYMEESPCQVFTVGDPIEKPWRDIQGIGVHFLLKDAVCINGVIYYQATNEY
GSTYFLVSFDVRSEKFNHVKAPKILTDHPCTLINYQGKLGLIMCCKKGLEIWVMEDAEKKQD*                 
>Atha_AT1G49360                                                                 
MACRAKELVSLILYKICNPKRSDSKIEEHVEEVEDLKAEAELFRSGSKIEKHVEELEDLKAEAELFRLKAISGTEELKAV
ADVKRLRTILENNSGTSEECKGEMLKEDLFLPSDLVRLILSRLSFKDNIRSSTVCKAWGDIAASVRVKSRRCWLLYHDAF
QDKGVSYGFFDPVEKKKTKEMNLPELSKSSGILYSKDGWLLMNDSLSLIADMYFFNPFTRERIDLPRNRIMESVHTNFAF
SCAPTKKSCLVFGINNISSSVAIKISTWRPGATTWLHEDFPNLFPSYFRRLGNILYSDGLFYTASETALGVFDPTARTWN
VLPVQPIPMAPRSIRWMTEYEGHIFLVDASSLEPMVYRLNRLESVWEKKETLDGSSIFLSDGSCVMTYGLTGSMSNILYF
WSRFINERRSTKSPCPFSRNHPYKYSLYSRSSCEDPEGYYFEYLTWGQKVGVWIEPPHSISIYDYSILDPSEAVNTEYVF
I*                                                                              
>Atha_AT1G67450                                                                 
MTMMMSDLPNDLVEEILSRVPITSLGAVRSTCKRWNGLSKDRIVCKGDANQQFTGFTRYVNESTVCSMRLDLNEIQNEDV
ELVELSINKINKFIELELFQVYYSDGLLLLVTDEVDSKIVVWNPYLGQTRLIQCRDTEHFKYRYALGYDNNRNHKILMYN
RKNCEIYDFKSDSWKVLDIIPDLHTNIYVRDMSIKGNTYFFYRGEKIGEGLAGCLLSFDFTRERFVSCLPLPFQIAKFDD
NVALSSVREEHLVVLFNNWEESEMEIWVTTKIEPNAVSWSNFLTFTHFRIKFLVTSFFIDQEKKLAVVFGRSLSKQMRCN
IAYVIGDNGYLRILDFGVTFIPSNLPVSYAPSLVKITQGQELSVIEEKKRSRLLASLVYSTLFVSFIIFFSFISSVFI* 
>Atha_AT1G70360                                                                 
MEESGDTCELTIVIMTVHAVMLESGFVLFDPDSSMRFSFSKKTLVSLNYTLPSVKGIVGLNFEKEAIVGSFVRVVSIDKR
SYVHIVDLLMETLKSDEEEDTLSIDCKVLVWWRMIKDGIVTPLLVDLCYKTGLELPPCFISLPRELKHKILESLPGVDIG
TLACVSSELRDMAS*                                                                 
>Atha_AT1G77000                                                                 
MVSEGATRKELNLCFENMKMEGVLISEWKDIPVELLMKILNLVDDRTVIIASCICSGWRDAVSLGLTRLSLSWCKKNMNS
LVLSLAPKFVKLQTLVLRQDKPQLEDNAVEAIANHCHELQDLDLSKSSKITDHSLYSLARGCTNLTKLNLSGCTSFSDTA
LAHLTRFCRKLKILNLCGCVEAVSDNTLQAIGENCNQLQSLNLGWCENISDDGVMSLAYGCPDLRTLDLCSCVLITDESV
VALANRCIHLRSLGLYYCRNITDRAMYSLAQSGVKNKHEMWRAVKKGKFDEEGLRSLNISQCTYLTPSAVQAVCDTFPAL
HTCSGRHSLVMSGCLNLQSVHCACILQAHRTHTVYPHPAH*                                       
>Atha_AT1G78730                                                                 
MDEDAESRVSSTRSYDRRGHLDWLRKLPDSLLCQVFLNLPTKDVVKTSVLSSTWGNIWRSVPGLDLGYGDFPEYNAFVSF
VDSFLGFNSESRLQNFKLNYQYLRLKYEWKWTELDNANVTRWINTVIKRKVEHLHLSDVTFSNPESVSLPCVKVMYLDMV
KFANDLAFEMLISGCPVLESLTIKRSACDNVDYLRVCSQSLLSFTLVGHCNEDMVKEQVVAIDAPRLEDLKLYCHETASF
IIKNPASLVKMDIDIMFNLSSEQKFDPNDLPKRNMIRNFLLGISGVKEMEISSHTLEVIYNYSRCERLPVFRNLSSLHAD
FDDYRWEMLPGFSKTPGEEPISILPGPQCNLPALEFVDILKPMVEKETELKLMSYFLEKSTILKKLTLRLGDFRGNEESA
LLKKLLTIPRLSSSCQVVVL*                                                           
>Atha_AT1G20790                                                                 
MKRLPLHLLDEILFNLDPKSLGKMRCTNKSINTHISDDPNFKFEYFSRIGSSLLHISKVGSKFLCFYPYAISRLFKNMTP
LKNLCNILGSCSGLVLLSINGILCVANPLTKKFRFLHYSIWGNETWIGFAVDQIDRATQRFKIVFISEQLEVSNPYETTY
QFRINTGESWSLSKTTITCRASNLKKGKNSKPVYVNGDLHWLRKDGSIVAFNPETEKARLIQSQFNRKPGKLLLCTGDNR
LTLISATDAVISVYALETDGQWILVRWIKNEVVHQSLPLLYWNVQAYDGKCLLVRMMSLVGSVIHRYDLRANKWRVLGSI
PTWCDADRDFFLFKPSWSSVIGLLDQEHVHVLMPMPMPMPMPMPMPMHMHMHMHMPMPMAMPMPMPIAMAMPMPMPMPMP
MPMTKTETETVTRSEVISSVMAIMGLVNRTLSFIN*                                            
>Atha_AT1G21410                                                                 
MVMGGEASMELDQCFQKMKMEGISIKEWKDIPVELLMRILSLVDDRNVIVASGVCTGWRDAISFGLTRLRLSWCNNNMNS
LVLSLVPKFVKLQTLNLRQDKPQLEDNAVEAIANHCHELQELDLSKSLKITDRSLYALAHGCPDLTKLNLSGCTSFSDTA
IAYLTRFCRKLKVLNLCGCVKAVTDNALEAIGNNCNQMQSLNLGWCENISDDGVMSLAYGCPDLRTLDLCGCVLITDESV
VALADWCVHLRSLGLYYCRNITDRAMYSLAQSGVKNKPGSWKSVKKGKYDEEGLRSLNISQCTALTPSAVQAVCDSFPAL
HTCSGRHSLVMSGCLNLTTVHCACILQAHRAHNAVPHPAH*                                       
>Atha_AT1G23780                                                                 



MKLRLRHHETRETLKLELADADTLHDLRRRINPTVPSSVHLSLNRKDELITPSPEDTLRSLGLISGDLIYFSLEAGESSN
WKLRDSETVASQSESNQTSVHDSIGFAEVDVVPDQAKSNPNTSVEDPEGDISGMEGPEPMDVEQLDMELAAAGSKRLSEP
FFLKNILLEKSGDTSELTTLALSVHAVMLESGFVLLNHGSDKFNFSKELLTVSLRYTLPELIKSKDTNTIESVSVKFQNL
GPVVVVYGTVGGSSGRVHMNLDKRRFVPVIDLVMDTSTSDEEGSSSIYREVFMFWRMVKDRLVIPLLIGICDKAGLEPPP
CLMRLPTELKLKILELLPGVSIGNMACVCTEMRYLASDNDLWKQKCLEEVNNFVVTEAGDSVNWKARFATFWRQKQLAAA
SDTFWRQNQLGRRNISTGRSGIRFPRIIGDPPFTWFNGDRMHGSIGIHPGQSARGLGRRTWGQLFTPRCNLGGLN*    
>Atha_AT1G16940                                                                 
MTFEEKRVGHNIINQLPDSLLCEIFFNLPTEEVVKTSLICRRWRYVWQSLPGLDLVINGSKNYDKFDFLERFMFLQRVKL
RYVGYGHNCRNMTSMMMNNVIKHKIQHLDVGSNRRYVYDRVEIPPTIYTSCERLVFLKLHRANLPKSPDSVSLPCLKIMD
LQKINFVDSLDMEKLVSVCPALETLTMDKMYGAKVSSQSLLSFCLTNNETGYLKTQVVMQTPKLKYLKLNRQFIQRIVIN
DLSSIVMLNLDDVAYFGETLLSILKLISCVRDLTISFDILQDYRHFSKSKSLPKFHKLSVLSVKDMAVGSWESLLIFLES
CQNLKSLVMGFRDYNWGINFSDVPQCVLSSLEFVEVKAREVADMKKLWSYFMENSTVLKKFTLCLDHIEDQRDHVMLSKL
FTFPRRSNKCEVVVRLRTFGTYKPMSMFSCADGF*                                             
>Atha_AT1G20940                                                                 
MNNLPRNSQFDSSSIINDLPLDLLDEILFRLEPKSMAMMRCTNNSIKSYLSDPRFGPEYPSWVRPSLFNLGSYGATYVCC
HPLVSSCDYMSPGNGVELFDGSADCYIFGSCSGLLLLYIGCLFVANPLTKRFRILDHSGSKLIPMIVNGGLKGLSGISYP
GGNVACTERAMCVGFAVNRNLTTKRFKIVGILEMENVYGFEINEGDSWRLSETSITTSSKSDLTTRMKPVYLDNTLHWLR
NDGSIMSFNPETEQACLIPSIFHREPDTKLLFAESVKINRLTLISGTIETISVYTLVENHKWTLTRRIKNISIEEETLVY
WNIAMYDGKCLVVRVKKMGLEPLASVLHVYDMEANSWGVLVSTLAWPNCVRDFYKLTPSLFFVEEDEQQKVLVASNDRRI
SYINSIMGLIDTTK*                                                                 
>Atha_AT1G66290                                                                 
MDEDGERRVRTKRSCSPESSDNGSGDEVDWISDLPEALIVLVLLNLPTKDVIKTSVLSTKWRNIWRYVPRLDLDNRHFTE
FDSLASFIDRFMRSNRKVNKFKLRCGSDLDGDVDLATCSWKWIYMAIKRKVQHIDVTWPGVRIYPEIYNCESLVSLKLSE
VTLTKPEFVSLPSLKVLVLDWVEFYNEFAFDMLMSGCPVLESFTLCRRYLDNVRVLRVISQSLLSFNYYGSSSKSFRDDL
VVILDAPKLEKLKLSHQLTASFIIENLSSLVEADIDIEFNFCRGKKFDPDDLPKREMIRNFLVGLSRVKTMTIAACTLEV
IYDYSRCEPLPLFPNLSFFSVEFYQKRWEILPFFFKSCSNLKSLVLESDYFPRKRTSIISEPRCLLSSLEYVKIEFALDK
GKMELVRYLLENSPILKKLTLSLDHSSRKKSCVILRELITIPRCSTSCRVIVL*                          
>Atha_AT1G11270                                                                 
MLKRDCSSVVGSERERDGSSLALKRHCSSVVKLLLPHDVVGLILERLPVESLLRFKCVSNQWKSTIESQCFQERQLIRRM
ESRGPDVLVVSFADDEDKYGRKAVFGSSIVSTFRFPTLHTLICYGSCEGLICIYCVYSPNIVVNPATKWHRSCPLSNLQQ
FLDDKFEKKEYDFPTPKLAFGKDKLNGTYKQVWLYNSSEFRLDDVTTCEVFDFSNNAWRYVHPASPYRINDYQDPVYSDG
SVHWLTEGKESKILSFHLHTETFQVLCEAPFLRERDPVGDSMCILDNRLCVSEINGPAQLIWSLDSSGGNKC*       
>Atha_AT1G13570                                                                 
MGESPDFISDLPQSIIENILTRLSIRDAIRTSVLSSKWRYKWSTLTDLVFDEKCVSPSNDRCVVETNLVRFITGVLLLHQ
GPIHKFQLSTSFKQCRPDIDQWLLFLSRNGIKELVLKLGEGEFRVPACLFNCLKLTCLELCHCEFDPPQYFKGFSYLKSL
NLHQILVAPEVIESLISGCPLLEFLSLSYFDSLVLSISAPNLMYLYLDGEFKDIFLENTPKLVAISVSMYMHEDVTDFEQ
SSDYNLVKFLGGVPLLEKLVGYIYFTKYLSIGDDPGRLPLTYIHLKTIELYQVCFEDADEVLVLLRLVTHSPNLKELKVS
ASPVQPFPLEEEGFDLFERDYFDYKLPSLESVKITDASGIRYELEFIRFLLGTSPVLETVTVSSSLSDKDAKMDMVIELL
RYPRVSPRAQLLFLQD*                                                               
>Atha_AT1G70390                                                                 
MDNSNFETLPEDLQKEILLWLSPKSLVKFTLVSKKCASIIRGEEFKALYMRRSMTRPRVLIVANESTGEKSLVFHTLYQE
EEPLLSSCHQQPMRITNNAPRFIASQPILGLICLRNGSEVVIHNPGPRGFKPSRKCHVYTMGSGKNSWRRFKCRKRHYPS
TEVLCKEGNLYYGAQSISRKSLLMRFNVRSEEFSVIKLPNQQVNFCRGWNLVNYNGKIAVAKNVDVDTGDLQMWVLDDMG
EWLSEIITIPRWKETTNNCTYHFKGTIGTGELVFIARYFVDESPIVLYYNKNTKNLRRFTLEELFKDLPPLNHSSYHNIQ
IFLNHIDSTWLM*                                                                   
>Atha_AT1G69630                                                                 
MDEDREKHVRAKGSDEVDWISKLPDCLLCEVLLNLPTKDVVKTSVLSRRWRNLWKHVPGLDLDNTDFQEFNTFLSFVDSF
LDFNSESFLQKFILKYDCDDEYDPDIFLIGRWINTIVTRKVQHIDVLDDSYGSWEVQLPSSIYTCESLVSLKLCGLTLAS
PEFVSLPSLKVMDLIITKFADDMGLETLITKCPVLESLTIERSFCDEIEVLRVRSQSLLRFTHVADSDEGVVEDLVVSID
APKLEYLRLSDHRVASFILNKPGKLVKADIDIVFNLSSVNKFNPDDLPKRTMIRNFLLGISTIKDMIIFSSTLEVIYDFS
RCERLPLFRNLSVLCVEFYGYMWEMLPIFLESCPNLKTLVVKSASYQEKGENIILPGPRRFLSSLEYVKIERPLKGEAME
MKLVSYLLENSTILKKLTLCLDDSVKKEDSVILKELLAIPRLSTSSKVVVL*                            
>Atha_AT1G19160                                                                 
MIPEDPLVEILLRLPVKSLARFLCVSKRCYSIIRSRHFINLYQSRASTRESRVMFAFRDTNTFFRWNFFSLSQPPSSVTN
IDSTSYCMPVCVNGLICVEHMFRLWICNPVTKKITLFPDCGPRKQFTTWYMGYDPINYQYKVLYLSREHLIAPYIVEVFT
FGDEGSWRMIEADENFHSPETRGVCTHGVLYYGAYTGDGAKIVRFDVRTEKFGKFIEMPAEACSIHGVYLGLYTLLDYQG
KLGLLATQATSTYDLWVLEDAEKHEWSKVSIFITREMCPYDLIWPGVVGFVAGSGELIVTARDELGQFHILYVDLKKNRS
REVWFEEITPSFGSALVLAFTDYVESIVLM*                                                 
>Atha_AT1G67190                                                                 
MDYLPVEVIGNILSRLGGARDVVIASATCRKWREACRKHLQTLSFNSADWPFYRDLTTNRLEILITQTIFQTMGLQGLSI
MMDDANKFSAATVIAWLMYTRDTLRRLSYNVRTTPNVNILEICGRQKLEALVLAHNSITGVEPSFQRFPCLKSLSLSYVS
ISALDLNLLLSACPMIESLELVSLEIAMSDAQVTIELSSPTLKSVYFDGISLDKFILEADSIEFLHMKDCVLELFELIGN



GTLKHFKLDDVSVIHLDIMETSESLEVVDVNHFTMVWPKFYQMISRSQKLKKLRLWDVVFDDDDEIIDVESIAAGFSHLT
HLSLSYDLKDGAAHYSLQGTTQLENVTVLELGWTVINDVFSIWVEELLRRCPNLKKLIIYGVVSETKTQGDCQILATFTW
SIVQLMRKYIHVEVQFEYE*                                                            
>Atha_AT1G32140                                                                 
MTMMSDLSLDLVEEILCRVPITSLKAVRSSCKLWNVLSKNRILCKTEARNQFLGFTIMNHRLYSMRFNLHGIGLNENSEE
FIDPSIKPIGNLLNQVEISKVFYCEGLLLCVTRNHSSKLVVWNPYLGEIRWIKTRNDYHIGVTYALGYDNNKNHMILRFF
SEQGYYEIYDMNSSDSWDCFYGIPNKGLKCYQPGASLNGNAYFLTEGREVMEGYDCLLGFDFTTKKFGPLLSLSFSHDFI
ETGRLSCVKGEKLAVLYQRCYTYEMEVWVTTKIEPNAVSWSKFLAVEMEPLTSLKFNDDSGSFFIDEEKKIVVVFDIDES
ERNNTAYIIGDYGCLKEVDLDEVVNPQESVEVGDRIYSFSPFVCSCSYVPSLVKFKEDAEHERKDKKRKSKRKRTNKDGY
DFILCFDFTTERFGQILPLPFKHSFRDTWTLSSVKEEKLAVAVLYWKNTCVMIEIWMTIKIDPNVESWSKFLRVDRKPCI
DLRFDDRNDSFFIDEEKKVVVFFSSDKVKTSTAYVIGDNRYLRTVDLEKAANSQESVEVGERVYCFSPLVCSCSYYVPSL
VKINHNAGRKRKEKKTKRKSKDKQMKLSNKV*                                                
>Atha_AT1G12870                                                                 
MVMDEEKQAIVSSSSSSQRKRRYKKLMIASSSLPDDVVEEIFLKLPVKALMRFKSLSKQWRSTLESCYFSQRHLKIAERS
HVDHPKVMIITEKWNPDIEISFRTISLESVSFLSSALFNFPRGFHHPIYASESCDGIFCIHSPKTQDIYVVNPATRWFRQ
LPPARFQIFMHKLNPTLDTLRDMIPVNHLAFVKATDYKLVWLYNSDASRVTKCEVFDFKANAWRYLTCIPSYRIYHDQKP
ASANGTLYWFTETYNAEIKVIALDIHTEIFRLLPKPSLIASSEPSHIDMCIIDNSLCMYETEGDKKIIQEIWRLKSSEDA
WEKIYTINLLSSSYCHFHVLDGYNLTRLCYWTQKDLVESSTPVAIYKDKKIILSHRYTCNLGKRLEVLELHAKLSNIPCP
KASICKRDALLVHRAI*                                                               
>Atha_AT1G26890                                                                 
MATSMGCLSCWSFFWDIIHDDEHISTVPETESCQINETRICAFPNDLLLQILHHVPTKEAVATSILSKRWRYVWPMVPRL
EFKEDDSESVGWFIEKSLQLHKAPKLDSLVVELGPHCPVDVDVGKWVENVVNRGVKELDFNLLWTAEPTGFPKCLYTCNT
LVDLSLSNKILVNVSSPVRLPSLLTLSLRFVVYKDEESLVSLLSSSPVLNCLKVDRHKDDNLTKFTVKVSTLKQLHYNTT
RRKDGVEDEEDVVEENEVEDDDDDDDDDLNRSLVIDSPALEILRLRNVLDYCLIENISCLHIAKLGYVHNPDHKFLRSLS
SVIHMYLYLTKPMVAWCNTIKFSRLLEFYFVPSNLVDWLEPLMYLLQNSPKLQILTIDTDSTCLPPSWNQPSSSTIPECL
LSHLQIFRWGGYGGREDEK*                                                            
>Atha_AT1G30920                                                                 
MNSEENTDSIPIDLILDILSRLPSKSIARCRCVSKLWESMIRQSYFTELFLTRSSSRPHLLIAVEQEGEWKFFSLPQPKN
YLGKSSLVVAANLHLKFFEDKRPQHGCSYASSLIYFPNMTIRKKGDDHLGVICNPSTGQYGYVILPPLLDFKSVPYGKFL
GFDPIDKQFKVLIPIFDFDKHQTDHHILTLGAETVGWRKIQSPLRYLPHSNGTICINGILYYLAKINYAMDKNVLVCFDV
RSENFVFLRLNTYCSSTKLVNYKGKLGMINQEYVDDGGFPLKLSVWVLEDVGKEEWSTYVYTLRDDNKVDQVKYNLSVVG
VTASGEIVLVKKTQTLKPFYVLYFNPDKNTLLTVEVKGLHRGLYAVHRIYAFVDHVEDLEFNIMKTTYAAKSKFSQEDRF
*                                                                               
>Atha_AT1G33530                                                                 
MTFSIEKLVDLKRKKWQSKLQNTKKQVLGRCLTNFSRLLSFRKKQETNGKSPRCSKATLAVVVHPTASTTHDDFLRKKQE
RSGKSPSCSETTLAVELPDVLVEEILQRLPVKYLVRLKSISKGWKSLIESDHLAEKHLRLLEKKYGLKEIKITVERSTSK
SICIKFFSRRSGMNAINSDSDDLLRVPGSCNGLVCVYELDSVYIYLLNPMTGVTRTLTPPRGTKLSVGFGIDVVTGTYKV
MVLYGFDRVGTVVFDLDTNKWRQRYKTAGPMPLSCIPTPERNPVFVNGSLFWLLASDFSEILVMDLHTEKFRTLSQPNDM
DDVDVSSGYIYMWSLEDRLCVSNVRQGLHSYVWVLVQDELSEKWERTRFNLLGHVFPPLSLNSAWFSQTLVSPYQLSSST
CIGSRQRQNSTSALFSRNGDTGAMDAPIELHISVSTPMMPL*                                      
>Atha_AT1G15680                                                                 
MENREVNWMKSGCKRRIELPEELLAEIVARLPFISITRFKSVCKGWRSLIESTYFRHLFVFAHRNSSSSWSLVCGTFGWS
VEEMAGFYGCKRYGLPRRLGSYIPPHGLVDKHKIVACTDGLVLLQTVTKRETFSVGSPVLRQWVQLPPHPWKGISSSVLA
IGLVTRVEDGVVMEYKVVCMDIDYRWEVESLILEIYSSLTGTWTRKKVRCPSLIVSLSYKRCLSLKKMLHWLDTHYRCRS
SVGAIVAYDVYADDDEQQFRIIPFPDQKACFRRAYTTSGGFLVCINKIHLLLRLWRLEEYTSDSGRWQLTQEINLTSFGC
DHHYFPVAMHPSETHITYMGNPEKALVSIDLKTHKLTLHTKSSAYRDTMVYHYLDTVYVSVEASFDHDVFYTPQFTLPTW
MGSVPRSPSI*                                                                     
>Atha_AT1G52490                                                                 
MARSLRQPPHKLPVFIFHQCDPGTFFTVSSTFSQSTKPKVSIMPGRNHYNAFRYQYVRGFICCSSSVYDLVTIYNPTTRQ
CLPLPKIESMVLSPKRHKHCYFGYDHVMNEYKVLAMVNDSQELTQTFHVFTLGRDCPQWRKIRGNIDYELISVSRAGVCI
DGTIYYVAVRRKDNENYGELFMMSFDVKSERFYHVRTPETLWSPKCTERGLFNHQGKLGCISSNENNISMWIMENAEKQE
WSNITFGLLEYPGGDFRTFSGITPAGEIFKYLRNYFLLPKGLGGVFYGVRPREFSWKRKTEVMRKGNEEKNYREEEYLQL
PLDLIVEILKKLPLKSLVRFRCVSKQFSTIICSLRDFIESVVTRHLAQPGQQLPLLAVFHHCVPETFFTVSSSFSQSLKP
AIYNPTTKRSVGLPEIGPPVTGFRKCNCLFGYDPVMDQYKVLSMVFDFRELTQTFHVFTLGQSQSWRRIQGINDGKLFPS
AVGICIDGTFEFLRFKRDQDCLFCDNETQHIII*                                              
>Atha_AT1G20735                                                                 
MNDLPFHLLDNILFRLDPKSLGIMRCTNRSINSHISNDPNFVSGYSSEYSSRVGSSLFHVGISLGDNFIICHHFSYSCDS
TSVKERSVLEFLSCYILGSCSGLLLLFIDGLFLANPLTKRFRPLNHSGSKLLSPIFGRNSQITSRDDGIEDYKARKERRM
RVGFVVSPTKGFKIVCILEMETVYGFEISDGDSWRLSETTITTSSKSLLTTWMKPVYLDGTLHWLRNDGSIIAFDPETEQ
ARFVPSVFHRGGPGTKLIFTEDSKKNRLTLISGTKETISVYTLVNNSKWDLTRQIANVYVNEIDLLCWQLIVCDGKCLVV
VENTHSGYGVVHVYDLEANSWKVSGSNEFMGMSIGDFYKFTPSLVFVEGDEQEIIASTEKRIISALTAVMGLTDRT*   
>Atha_AT1G09650                                                                 



MSKKQRCLMMESLPHEVVECILERLDADPLLRFKAVSKQWKSTIESPFFQRRQFTQRQQSGNPDVLMVSRCADINSEIEA
LTTLVLGSSSSVKIPTPWEEEEEEDKEYSVSQDSCDGLVCLFDKFKSGFVFNPATRWYHPLPLCQLQQLLIAIGDGFYDL
GYRVSRLGFGKDKLTGTYKPVWLYNSIEIGLENATTCEVFDFSTNAWRYVSPAAPYRIVGCPAPVCVDGSLHWFTECEET
KILSFDLHTETFQVVSKAPFANVDGFDIVMCNLDNRLCVSEMKLPNQVIWSFNSGNKTWHKMCSINLDITSRWFGPTQVC
AVLPLALLDGKKKKKKKLLFYCRVRKRTMVVHDDETKSYDVAFEADSIGHPVCYFPSLISIS*                 
>Atha_AT1G52650                                                                 
MFRLLRSICKTCPTEESLRLFTGYLQFLTEIPKTWVLKYIEKMDHVSSLPEGVLCNIFSFLTTKEAALTSILCKRWRNLL
AFVPNLVIDDSVFLHPEEGKEERYEIQQSFMEFVDRVLALQGNSPIKKFSLKFRTDFASHRVNAWISNVLARGVSELDVL
VILYGAEFLPLSPKCFKSRNLVTLKINSLGIDWLAGDIFLPMLKTLVLHSVKLCVDKFFFRALPALEELVLFAVSWRDRD
VTVSNASIKTLTIKFNYYLGTLSLDTPSLVSFCFSDHVAKDYPLAKMEKLSEARISLLVTEYQIERARAPNIYWVEDDVV
LRLVNVGKLMKGIRNVQYLNLSPNTLEVLSKCCESMPLFNNLKSLTIESNERRGWQAMPVLLRNCPHLETLVLEGLLHHV
TEKCRNACDCVSQEEKGRSLTSCQVKVLEIKGFQGTTKEMHTIKHFLEHFPCLREIKIHMEENGPTQLRVPEVSQYIAEM
MEHYEKSSSCNVQLLVGGYLCKKWTTQ*                                                    
>Atha_AT1G53370                                                                 
MEKLKQQFSKDRLITPSSNLVRNYIDSIPVDLLIDILSRFPPKSIARFYCVSKLWESILRGPDFTELYLTKSVALRRLFF
ALKVNTELLVFSSPQPQIPDENSSLVVEATPYKCFPKKIPTEICTALGGLFITLPKLKTIGTKRFSFGYDPISKKFKVLC
VTWSPCGTLPNIHQVLTLETGERLWRTIHDPVIPRYSINYDAICINGVLYSEAYYQGSSKIVCFDFKIEKVSFVNIDGMC
NLRLFNCKGKLGVHQYDVQSRNEKLVFHVLEDAEKHKWSKSICILPSVVSGKRIVEITCTGEIVFSPSGGSLHPFYIFFY
NIERKTYTRVQIKGFKKYADCVHTFLDFVEDTKLI*                                            
>Atha_AT1G50870                                                                 
MEQREENTERIHRERRKRQSSSIPKTTTLLCPLDLILEILLRLPVKSVLRFRCVSKLWLSTTTDPYFTNSYEARSSTRPS
LLMFFKNKDKLFVFTFPHHNQNSKETHSYSQHVDSYHIKYPKYCCFPFTESVHGLISFRISTKPIIWNPTMRQFLILPKP
EKSWKGLSVFLGYDPVEGKHKLMCMNRDNTSDECRVLTLGSAQEKWRRIKSNLKHRSILRYYGQCINGVIYYQAYIDQMG
FISNPTIMSFEVRSEKFDTITLPSGSFANMLIPYQGRLACVNNTMDDVNGGITLWTLEDAEKHIWSCKLFLAPLAHYDRS
LKTDFKLDGITHAGEFIYVLSTFLKSFYVLYFDPKKNSFRKVEFRGTAYEVFRLSHGLGNKKVNRLYTFSHHVTSF*   
>Atha_AT3G18720                                                                 
MRTRRQTYPPIAESLTARSIVQALPASATISGNGGPKKKKNCVNRGLWDKQIPTDLLQEILSRLGLKANIHASLVCKTWL
KEAVSVRKFQSRPWLFYPQSQRGGPKEGDYVLFNPSRSQTHHLKFPELTGYRNKLACAKDGWLLVVKDNPDVVFFLNPFT
GERICLPQVPQNSTRDCLTFSAAPTSTSCCVISFTPQSFLYAVVKVDTWRPGESVWTTHHFDQKRYGEVINRCIFSNGMF
YCLSTSGRLSVFDPSRETWNVLPVKPCRAFRRKIMLVRQVFMTEHEGDIFVVTTRRVNNRKLLAFKLNLQGNVWEEMKVP
NGLTVFSSDATSLTRAGLPEEERNILYSSDIDDFVKSSHPTFYYYDCSAWLQPPHDNFNF*                   
>Atha_AT3G49150                                                                 
MDICCKDIISDHSKKDIISDLPEALICHILSFLPIEDSALTSVLSKKWQHLFAFRPNLEFDDAVVYLNPDGERNETIFEN
FVDRVLSLQGDYPINKFSLTCRDFTDPTCVSRWISNVMERGVSDLDLRCIVYWDNGTMPPDIFVSKALVHLRIETGNGAF
IDVEDVFLPNLKTLYLNKVLLRHSDNGFVKLITSCHVLEDLFIMNICWDGYLKRSLSSKTLKRLTFFCEDVHAVNPESVS
FDTPNLVYFVYHDCVADKYKNMNFDSLVYASICLQMTSHQRTHASYEHLVGNATDFLLGISNVQILELFANTIEVLTFCC
EQIPVFKNLVCLIIKTDQKAGWESLPVLLKNCPDLESLIFDGLHHNDTIKCEDVDGCLCKSSRGIPSCLSSSPVQFLTIW
KFGEICDDYDDMEKQIELVMYFLETMPNLEEMKLFYDTQIYEDVISKLQMDLRRTLSLRSLFNARCYQPSCSGIIQRDDV
HEEKPHYGSFLHQRSFSSSMILSQQHMMRSPSHFPLCSPFGVSTYRPMSTSHISGSDESGDVNHVAETLTDLVQQDTVIE
VADAAIDSSIQLDFVQQIVHNVHSLTGLNWWASIVFTTFLIRGVTIPLMIECERWFSKRMVIKQCSFVNT*         
>Atha_AT3G13820                                                                 
MTTMSNLPAEVLEEILSRTPVTSLRTMRSTCKKWNNLSKKKIIPEAARKQQGLMLIKKKICSLSFSLHEIHKDDYVVPCI
NQVDIPRNIEVEKIFHCDGILLCVIEDNCSLLVWNPYLGQTRRIEVSSDADMNDRYALGYDNNNSSHKILRIKKDFKNSD
GLGYEIYRFASNSWSLLDEEVMKPEWDVWSVQRSSVSLKGNTYFLLQGNDYDDQEDEEEEDDEEYEDDDDVLPKDNFLLC
FDYTTERFGPRLLLPFNPHVEETVALSCIGEERLVMLYQSFKTYKGIEIWVTDKIDPKAVSWSKFLKVDITPLTGFPVDF
YADSFVIDEEKKVAAVFDIHCSYQKAHIIGEDGYLKCVNMGRASDVGNGQPLVFSSYVPSLVKVPVKQPKGKRKGRSSET
KSNKNKKGRKIKIIG*                                                                
>Atha_AT3G44080                                                                 
MEQLNPASMDCLPDELLVEILSSLTTKQAVSTSLLSKRWKTLYSLVHNLDIDDYILFHREDGYHRYRPDIQKSFEDFVER
TLAFRGHIKTFSLKSRELYAFGLGVDVVNRWICNALERGVSELHLCINSQFELPYKFFTSTTLVMLSLGRGLVCSKIPPE
TSLPVLKILFLYSIWFKDLTRHVVDLYYSDLPRRKAPHCHLDSLAKVTLDLHYLRYGYQKVQNYANVKNIISEIRNVKTL
HLTSSAVEVISVCRKDGLPVFNNLVELMFSSRKRHRKVLPLLLERSPNLETLILSDLYRYTYGRRHRFVGIQIPANNKIK
MLSFMQYQGSATELKHISHLLLKMECLEVVKVYLATEMNDLKKMQLTEDEVKLPAASSKVKIQVMGS*            
>Atha_AT3G18150                                                                 
MADDSATPGVRVPSHRYGRHYHRRKIKEAVDSISSLPDVILQHILSFIPTKLAITTSLLSKRWRHVWCDTPSLSFNDYRL
EAPFIDETLTRYTASKMMRFHLHTSLINNVPHLESWIKFAMSRNVDHLSLDLWNQVANKFKFPDFFHINSSLKQLTVVLD
FSDTMIAICLKKLYLSTCLLSDESMANILFGCPILESLTLDHCGGLRVLDLSKSLRLRTLEINCNIWVPELTAMQIVAPH
THCLRLRNSKLPCSLVDVSSLKEAKLNICIDSFSKTIKADFLQVTLLKMLEKLHNVEKLTLGGNFLQILSVAELRGVPFP
MFKVKDLTLETVIFQYVIPGIERVLQNSPDLKKLTLLTKDFYHKPGEYLGDHMDLEGFNLDQCWKSKYGVFWNKSCLDVE
SEHVVSFVELMLKNTKALDKMVVLLEDHYVRFKEMVPRLSHNYNISIALYTFKPQS*                       
>Atha_AT3G52030                                                                 
MGRTETGDESSARKMRRKVPTSIESLDADILCIIFSFLDLFDLVHCTVVCNSWNAVIKRLKLLQASCRKMHHLGSDSPSS



STSLDRPAEIDVEDFAMKHHKMALLRGRIEIERWEAHSHRVSQCRMKKGLLLTGVGDKVMRLWSLKSYKCMEEYSLPDAS
SLIDFDFDESKKLEVVSLAWEYFDSVVVVVVEIVGLVGTRISIWRRNGQRSIFPSRAGTFPKGLCMRYIDPEAVVGCEDG
TARVFDMYSKTCSQIIRTQGGPITCLSLSDNQLFLSGSSLGRVTVSDPLMDQPVATLKSTITAGGIQTICFNQGTNLAFI
GTTGGYVSCWDLRKMDRLWEKRVSPNVVYSIQQLRNDTSVMVAGGIDGVLRMIDQKSGRVLSRVIMDDKFSTTSTRNNQV
VIEKRRGKRVSQDMEIDKIERKVRPQISCIAMGMKKMVTAHNGKCISVWKFNLS*                         
>Atha_AT3G56470                                                                 
MVTRRRSKKKKKTKRKKQSSKEKEKYQTFINLPCDLLQLVISRLPLKDNIRASAVCKTWHEACVSLRVIHTSPWLIYFSK
TDDSYELYDPSMQKNCNLHFPELSGFRVCYSKDGWLLMYNPNSYQLLFFNPFTRDCVPMPTLWMAYDQRMAFSCAPTSTS
CLLFTVTSVTWNYITIKTYFANAKEWKTSVFKNRLQRNFNTFEQIVFSNGVFYCLTNTGCLALFDPSLNYWNVLPGRPPK
RPGSNGCFMTEHQGEIFLIYMYRHMNPTVLKLDLTSFEWAERKTLGGLTIYASALSSESRAEQQKQSGIWNCLCLSVFHG
FKRTCIYYKVDEESEVCFKWKKQNPYENIWIMPPLNLIDLPLFDHRI*                                
>Atha_AT3G20030                                                                 
MTMMSDLSQDLLEEILSRVPRTSLGAVRSTCKRWNTLFKDRILCKAEETRDQFRFIMKKYKLCSMRFDLNGTLNEDGGTE
FVDPSIKELGHFFNQVKISKVFQCDGLLLCVTKEDNIRLVVWNPYLGQIRWIESGNTNYRLFDRYAIGYDNNRKHKILRF
LEYYNFNMKHRFLEYEIYDFSSNSWRVLDIAPRWEIESYQRGASLKGNTYFIAKEKIEYEEDGEFPEPADNLLCFDFTTE
SFGQFLPLPFQHYLYDVGALSSLGDEKLAALFQCGDTDLSEVEIWVTTLTETNTVSWNPFLKVDMEPHYGRSFMFDYYGG
SFFIDEEKKLAVVFQFDESGMTRYEDATYIIGENGYVKKVRLGEAPANQGGYCFPSVCFSSYVPSLVQINQIVGFKKERE
EE*                                                                             
>Atha_AT3G60350                                                                 
MSRRVRQRVEDNGKYKVDSPSYTVIGVEDLAPKVQQYVNWTSLPYDTVFHLFTRLNYRDRASLASTCRTWRSLGASSFLW
SSLDLRAHKFDLSMAASLATRCVDLQKIRFRGVDSADAIIHLKARSLLEISGDYCRKITDATLSMIAARHEALESLQLGP
DFCERITSDAIRVIAFCCPKLKKLRVSGMRDVSSEAIESLAKHCPQLSDLGFLDCLNINEEALGKVVSLRYLSVAGTSNI
KWKVALENWEKLPKLIGLDVSRTTIDHIAVSRLLKSSQSLKVLCALNCPYLEEDKSYSSNRFKGKVLLAVFTDTFDELAS
IFADNSKKPKNIFSYWRDLIRKDKSIDEIMLWIEWIISHTLLRIAESSNSQGLNDFWLNQGATLLLSLMQSAQEDVQERA
ATGLATFIVVDDENASIDCGRAEAVMRDGGIRLLLELAKSWREGLQSEAAKAIANLSVNAKVAKAVAEEGGISVLADLAK
SMNRLVAEEAAGGLWNLSVGEEHKNAIAQAGGVNALVDLIFRWPHGCDGVLERAAGALANLAADDKCSMEVARAGGVHAL
VMLARNCKYEGAQEQAARALANLAAHGDSNGNNAAVGQEAGALEALVQLTQSPHEGVKQEAAGALWNLAFDDKNRESIAA
FGGVEALVALAKSSSNASTGLQERVAGALWGLSVSEANSIAIGHEGGIPPLIALVRSEAEDVHETAAGALWNLSFNPGNA
LRIVEEGGVVALVQLCSSSVSKMARFMAALALAYMFDGRMDEYAMIGTSLESTSKSVTLNGARTMALDQIKAFIKTFMEH
QIFSTGALSSAPSMLAQVSERARIPEAGHLRCSGSEIGRFVTMLRNPCLVLRACAAFALLQFTIPESRHAMHHASLMQNA
GEARGLRSAAAAASMPREAKIFMKIVLRNLEHQQAESPEGMKVSYNRI*                               
>Atha_AT3G57590                                                                 
MEPIPNDLILEIFSRLPAKSVIGFRTLSKHWASMLRSPVFTELFLTRSSNRPRLLFAAERNGEWLFFSSPQPQNRYEKSS
HLDYHTKFSGDVSRFICSYVSGLLCFPDLWLSKDASPVICNPTTGMYESLPDLMRYKNARGFLGFDPIGKQFKVLSEAYP
FSDQREHHEILTLGTEELSWRSNIISCPAYDRSLSEGICINGVLYYLAQTLGVPSCVIICFDVRSEEFKYFDAGCFNDQL
DDTSGLILVNYEGKLSGINWKYGQAGERRTVELRMWVLEDAEKHEWVKYVYTLPENEVLDSCDFSVAGVTTRGDIVLCMK
YTCKPFYVFYFNPERNTLQSVEIQDFGANLEAVENCGRVYAFVNHVEDLRVNKGKQLKSSISQVKHLCSCCNKVSQPDYH
YQKA*                                                                           
>Atha_AT3G23950                                                                 
MNIPPELTFEVLVRLPLKSLARFRSMCKEWKLVIDSEFFRDCFMSHNSSSVSWSIIQTRPHKLTLEIVGHHGCKTWGLTR
SPGSLVSFFAETTIRKLQVLACTDGLVLLYVESCVGTPMYYVGNPLFQEWFRIPLRPKYTSQNVEKLRNHERFSDSGLVT
KMQSGIVVSYKVVWLIAHTFAQVDFAIYSSNTGEWEIKNVTCLHSAYWFSHHKSIALNGILHWLSNLTGSFLAYDFYGGH
HDACSIIYFPDNGKDYELPRFRRTITTSEGSIVYFNEFGGNANRKVRVWRLVKYTDGPEAWQLFWEASLASVTKLGIDYF
PVVMHPLKSEIIYLWSRNKKGMVLFNLRTHVFSLHKESEDERKCMDGCTLSFNWCNEYMETVHRYFSPSFQGGPNLLLAS
QYVLPRWLSRLPRPQPSN*                                                             
>Atha_AT3G44130                                                                 
MASGNLPWELEEEILCRLPLGSLVRLRSVCKHWNDFFNDKWFIKKSLGCARPQFIILPESKIYSIGTIGLDGVDPKIEVR
ELACQFHFEAEKWAFTAACDGLLFRDFWNQGVTIWNPWLRQVGWIEYKENRDFRFCGVGYDAGKPEKGYKIFGYFNRFYD
TKLKIDHRFAIFECASQAVKFIDSPEWPMLAGRGEYVSLNGNLYWTAYNEETREHFLGSFNFSTEISMRFCLLPCAKHVS
GLRDKLVLTVFKGDRFALLKQSRISKDTKVLTAQYGPKARTKKNENAEKACLKSYGSLKPDRLEKLKKSMKRY*      
>Atha_AT3G16590                                                                 
MPTKLPLELEDEILLRVPPLSLTRFRTVCKRWNTLFNDQRFINNHLACVRPQFILRTEKDSKIYSIGINIDDSLEVRELN
LETQGPNKKLKVYRNLFYCDGFLLCPALLDEVAVWNPWLRKQTKWIEPKRSRFNLYGLGYDNRRPEKCYKILGFGYGYSS
EINGSYNRINPRVSVFEFETNAWKDLKFGLFDWHLRSPRTVLSLNGTLYWIAVRCESGGDGFIQSFDFSREMFEPFCLLP
CKNDFGDTQILEVFRGDRLSVLEQCPTTNKIKIWVTKNKISGDRKELVSWRLLMTVSIPNFPRLQDLYSNSQPSYFMDNN
DDKRLIVCTCDESGKPCIYIVKGDRFKKIQMGFEVEPWPFHLVYVPSLVPIPLA*                         
>Atha_AT3G20690                                                                 
MMMSDLPHDLVEEILSRLPLISLKAMRSTCKTWNVLSKHRSFANKHIGNVTASGKRDLIMIKDCKVYSIGVNLHGIQNNN
NIIDLSIKNKGILHLENLDLIFKEIFNVFHCNGLLLLYGSITDDSIRLVVCNPYWGKREWVKRINNFASFDKLAFGYDKS
CGCHKILRVFDSYPNRLEIYNLRSNSRMVSSFPLKWDIAFMQDGVSLKGNTYWYAKDRRSEDCYLICFDFTRERFGPRLP
LPQPFIDEFLGSLYVVREEKLAVLVKRWRGGKSEIDIWVTNKIEPDEVSWSKFLKVDNTPRFFLTEGYLIYDEEKVVVFF
NKEETEGLKSTVHIAYIVGENGYFRRADLREPLYQPLCRLVCSYVPSSVK*                             



>Atha_AT3G58820                                                                 
MDGVSSLPNELLCHILSFLTTKEAALTSILSKRWRNLIAFVPNLYIDDTVFLHPEEGKRDRPEIIQSFMDFVDRILALQG
NYPIKKCSLKCLTEVDSVRVDAWISNVLARGVTDLDLLIILDCESDDNYRLSPKCLQSSTLVSLKIDGGIDIARVDNFDI
LLLALPALEELALVDVIWKDEDDYPLVNMKNLFDARIIFMLQLPGAREPDDDHWFDQNVALRYSNVWKLFLGLQNVPNLY
LSPDTLKVLSLYCESMPVFKNLKSLAIKSGKERGWQAIPVLLRNCPHLETLVIEGVLHNVTDKCGDACDCISREDKGRSL
TSCPVKMLEIRGFRGTMKEMTMMKHFLDYFLCLKAMNIYVEENDPTELRFPEVSKCIMQMMEEYNKLSSCNVELLVTDYF
YFSEKWTAKGRIL*                                                                  
>Atha_AT3G59150                                                                 
MFIVFSFSHTRKTCEFCDRIQLSISQGFENPNLSMEANKKAKPSYGDVISNLPNDLLCRILSYLSTKEAALTSILSKRWS
NLLLSIPILDFDDSVLLKPQKGQRKNVFFKAFVDRLLSQRVETSSHVQRVSLKCRQGGVEPDCVIKWILTTVRDLGVLDL
SLCIDFGIFHLPFNVFRSKTLVKLRIGTMIRLSQFPSDVVSPTLNSLVLDLVEFRDGDKVEFRQILLAFPSLQSLRVHES
NKWKFWNGSASSRTLKSLVYRSDDDSSAPKPCVSFDTPSLVYLDYSDMVADKYENLKFDSLVEARLDLHLTAFQIMRKPN
NIGIVSGDVTTLFKGIRNVKILCLSPDALEALYYRGEKIPMFNNLITLSLGSDKPHGSPFIFWKLLPSLLNNSLKLETLI
IKGLVHYVAEGWEGLSPMTPMSRLCFSWDTVSDSLSSSAMKVLEISGYKGTWQELNQMKRFLGNLSRLEVVRVYHKAMDD
KERINVMFDLFLLPKVSSECDIQVMKETA*                                                  
>Atha_AT3G54460                                                                 
MADDHKLCGFLCTVLSVDSPDLLQSGSSCFIFNDGSVTGFKSENGLILSLTNPISNLQSLISSKGDHDVENSGTIEDGRL
ETPQKRRKCVEGESSGKRKTPKSKRRVLSGSKEKTVQGRKRVKSIGMVNGSISVVQQLHALVANKCLKIICRVVKVDKGE
NGEERAVVLVDVYLPIELWSGWQFPKSQATAAALFKHLSCDWGLRVSILDGKSIWEEANGRIKAIWDLSDCHVFDCKLLC
NAPNSPKRRLFKLHEIFKSLPSPGNHDVSYSSRVLPSTDSCVSGVWDLSDDVLISILMKLDTKDLFSIAAVCRLFRSLTS
LIVPCMNLKLFPHQQAAVGWMLERERKAEVSSHPLYLSFDTEDGFSFYVNAVTGDIITEAAPMVKDFRGGMFCDEPGLGK
TITALSLILKTQGTMADPPEGLPIVWCTHKSDKKCAYYEYTSDQFTSNSMSAVKRFQSPSSCRNQVSFEAFRPLLESKSL
PFKQARLMDPDDQTLESKNSNFENEFETHIPASLDLKAQCRKSLGNVRKNLLPAYNGASELSEVMEAKRISNWKKCGMIT
GCKRKGLTDSDVESDIWMQCDSCSKWRRIIDEGVSVTGSAWFCSNNNDPAYQSCNDPEELWDKSQPIKYLQGFYTKGASG
EESDNISFFTSVLREHKSSVSSTVKKALIWLAKLPLEKLSQMETVGLPGPVLGLKLDALGFQRIFRAFGLKSRVEKGVTK
WFYPKFLENLVFDVPALKVALCQPLDTFRLYLSKATLIVVPTNLVNHWLTQIQKHVCSDQLRILVWADHIELSPHSLAWD
YDVVITTFSRLSAEWNPRKKSPLIQVHWLRVMLDEGHTLGSSVSLTNKFQMAVSLTACNRWLLTGTPTPNTPNSQLSHIQ
PLLKFLHEEVYGENPKFWEAGILRPFEAEMEEGRLRLLQLLQRCMISSRKKDLQMIPPCIKKVTYLNFLPGHARSYNELV
ETVRRNILLADWNDPSHVESLLNSKQWKFRSITISNVRLSCCVAGHIKMTDAGHDIKETMDALLENDLDLWTEEYSFIQD
SLIGGCNCKRCGEWCRLPVITPCRHLLCLDCVALDSERCTISGCGYLYEMQTPETLARPENPNPKWPVPKDLIELQPSYK
QDDWNPDWQSTSSSKVSYLVDRLRKLHEGNKKSILSFNKTDNDNLEDNPPGTSEAFLGKELHGQDCGSQMVFVDKVLIFS
QFLEHIHVIEQQLTTAGIKFGKMYSPMQSYNKMKALAMFQNDADCMALLMDGSGALGLDLSFVTHVFLMEPIWDKSLEEQ
VISRAHRMGAKRPIFVETLTMRGTIEEQMMRFLEDAEKSDRLLSGDYIEAKQETTRSRRTLHDLVESNYLSHLSFVRSDG
KMEFAASQLAGLKDHQLA*                                                             
>Atha_AT3G29830                                                                 
MDSVNQRDRISSLPDVVLVMILSFLSFKDNVKTSILSKRWRNICYEAKNISFKESEYVDISVFDYVSKRVSFVRYMLNWV
SRVPIKVIESFEICLGFPVGFEVEIKSLIEFSISRQVKKLVLDFSSPFWDNTWDGLRNDDFVIELPALIYGLQTLESLTI
YACMFDPSRFTNVGLRTLSIGWFRLEKIESLLSKFPLLESLSIISCYLDEVKLAGQIRVRELIIDNCIIPTMYCLLNLPN
IEIFKYSGNVIVFDFQKVNMILLKEVYLDFFIEHENDEPTYSPKEAGDILSHLLNDLRSSRTLTVCSYLLEVISECNDPV
DMLRDVQAQHLVLETLMHPNEFTGMRLLLDHCPNLETLTFQLLCLKPFPMASHGGSSSHTLWLENISSRCLRRTLKILVV
RGFCNSWNEFYLLNYLVLPEHGFALERVELYLPPLQEMPRQWAYHGAAMLQKTSNRVQVILHSA*               
>Atha_AT3G51171                                                                 
MVPLPWELEEDILSRLAAQSLVRFRSVCKRWNYLFDEKSFIKNHFARACPQFIFMTDSNIYSIEIIGLDGVDPTIKLRVL
DSSGIPYRDWKFAYITITACDGFLFCNSWASPKGTAFWNPWLKQVKWIEYEDKGFNVCGLGYDNTRDGKVYKILGYLMCR
PEDGSSYVYHQRVAIYDCASHAFKFIEISNKDWFLTDVTRFSVSLNGNLYWLSPIPNTDDFLIQCFDFSREICKPFCLLP
CRKFDAFDLLVSFQGR*                                                               
>Atha_AT3G59160                                                                 
MVDSKRMDSGSKDMINDLPDALLCHVLSYLTTKEAASTSLLSRRWRYLLAFVPNLEFDDSAYLHRDKRVKNPLHEKGLVG
FVLTVDDKRKKLSTSFPDFVDRILDLQGNSPLDKFSLKMVDDHDPVDPDCVAPWIHKVLVRGVSDLHLVIDMNEWTSLPA
KIFLTETLVKLTLKIRDGPPIDVKHVHLPKLKTLHLESVMFDEEDIGFSKLLSGCPELEELVLHHIWSCVWTSCSVSVAT
LKRLTFCCNNMKFCGMHEENPNNVSFDTPNLVYLEYAEVIANNYPKVNFDSLVEAKIDIWMTNDQLDEVRIRDIYEKNVM
VGNATDLIVGIRNVRVLCLSADTLEVLTYCCKQIPIFNNLTHVTIQSTPKVGWKSLLKLLKNSPKLQTLVFQGLLHRDTK
EEGVAIIKIEKQIEKVKHFLETMPHLEQLVLHYDSSIDGDMKQLLMLSSLASPKCKVQLIPLVT*               
>Atha_AT3G42770                                                                 
MNCLPDELLVQILSFLPTKEATSTSLLSKRWRTLFTLSPNLDFDNSLLLQSKKRKWNMRNIQKSFVGFVDSTLALQGGKG
IKSFSLKFKETLGDVNGEVDVNRWICNALEHGVSELHLRIDYTKRCHLPSEIFTSTKLVKLSLVTQSCFPVVPNCISLPS
LKVLFLDSIWFEVPQFLIFLTACPALEDLTIYQKPHSVGMPYHISSKTIKRLSVTYTCGYFVDYGLKLFNTPSVVDLYYS
DYVRHKYPHMNLDSLPKATLDIHFLDDNAANVTELLSGIRNVKTLHLTSSTVKVILLCCKGEIPMFENLINLKFSGKTRQ
WKFLLPLLLEICPNLTTLVLSGLDQNWFVGFRTPPNNQVKMLSIMQYQGSERELKLISYFVLKMECLQVVKVYVSSPMND
LKKMQLTEDLLKLPKASPKLNIQVLVPSDTYLPALKVLFLDSVWFDFHQFANVFFPACPALEDFAIHIKSFRRKARSENE
LEHISHFSLKMEFLEVLKVYVALTMDDTKKVELTKELLKLPISSSKLIIQVM*                           
>Atha_AT3G59190                                                                 



MSSKRMDSGSKDIISNLPDALLCHVLSFLPTTEAASTSVLAKRWRFLLAFVPNLDLDNMIYDRPKMGRRKRLELRKSFKL
FVDRVMALQGNAPLKKFSLRCKIGSDPSRVNGWVLKVLDRGVEELDLYIASEYEYPLPPKVLMTKTLVSLKVSGTDEFTI
DVGEFFLPKLKTLHLSAISFGDEGGPPFAKLISACHALEELVMIKMMWDYWEFCSVSSPSLKRVSIDCENIDENPKSVSF
DTPNLVYLEFTDTVAVKYPKVNFDSLVEASIGLRMTPDQVFDARDLVNRHHGYKRCKGANAADFMMGVCNVKTMYLSSEA
LEVLTFCCKKAIPVFNNLIHLTVETDERVDWESLPILLKNCPNLETLIFEVPSHILFLHDLTHFFSNT*           
>Atha_AT3G23260                                                                 
MEWRSLPVELQEEILSRVPAKYLARLRSTSKQWNALSKTGSFAKKHSANATKEPLIIMLKDSRVYLASVNLHGVHNNVAQ
SFELGSRLYLKDPHISNVFHCDGLLLLCSIKENTLEVWNPCSGEAKLIKPRHSYYKESDFYALGYDNKSSCKKYKVLRVI
SQVHVQGDFKIEYEIYDFTNDSWRVHGATTELSIRQKHPVSVKGSTYWVVRNRYFPYKYFLSFDFSTERFQSLSLPQPFP
YLVTDLSVVREEQLCLFGYYNWSTTSEDLNVWVTTSLGSVVSWSKFLTIQIIKPRVDMFDYGMSFLVDEQNKSLVCWISQ
KVLHIVGEIYHIQDLDDHGRDSALRSSCSVLMNYVPSLAQIQ*                                     
>Atha_AT3G13830                                                                 
MTTTTTTTMSTLPMVLVDEILSRVPITSLRSLRSTCKRWEAQSKTNLVGGKATARKSSYLGFILIGNKICSMKLDLNGGD
DFVDTSVNQISAFDDFEISQLFHCDGLLLCVSNKHYYSNTVMVCNMYLGETRLIEHCCLLEGFDNFGSYAFGYDSSKNRN
HKIFRKKLVSGGYEIYSFKSDSWKDLNVDLGESTELCELGSVSLKGNAYFSVITKHEEEELWENNLLCFDFTTESFGKFL
SLPFDNVTAEEEFGIMVLSCVRDEHLAVLYQLDTLGIWISTEIEPNKVSWREFLQVDLYTLDGFPDAFTAGRFIVDEEKQ
VVVVFNEATEIDLNHGNAFIFGRDGYFTSFNVGDTPPQDFTSYVPSLASLQIEKTGG*                      
>Atha_AT3G19410                                                                 
MTIPELPKDLIEEILCYVPATYLKRLRSTCKGWNRLFKDDRRFAKKHYDKAAKQFLPLMSTNEELCAMSVNLHGTIPSLE
VKDKPWLFVSDSKHCDIEISRIFHSGGLLLCFSRDGEISIIVWNPLTSETRLIRTRNRRDKGRNFVLGYYQEDKKTYYKI
LSFYLDSKDFEIFEFNSDSWRFIDDICPGLSLLYSDQCVSLKGNTYMFAIDDLSVSLLKYDFSTETSVPVPLPYKSRSFE
AISLSVVREEKLSVLLQRDKSSKTEIWVTNVIDETTTKVMVVSWSKVLSLDLSPDLKIRYGESFLLDEEKKVIMIFNNRM
EEENKSEDKLYIIGDDDNKATQVYTIHGYGPAVFNYFPSLVQIEQSSRQEEKS*                          
>Atha_AT3G07870                                                                 
MASEKSFKKRKITDDVDGVGVGGGLESLPEDIIADIFSRLPISSIARLMFVCRSWRSVLTQHGRLSSSSSSPTKPCLLLH
CDSPIRNGLHFLDLSEEEKRIKTKKFTLRFASSMPEFDVVGSCNGLLCLSDSLYNDSLYLYNPFTTNSLELPECSNKYHD
QELVFGFGFHEMTKEYKVLKIVYFRGSSSNNNGIYRGRGRIQYKQSEVQILTLSSKTTDQSLSWRSLGKAPYKFVKRSSE
ALVNGRLHFVTRPRRHVPDRKFVSFDLEDEEFKEIPKPDCGGLNRTNHRLVNLKGCLCAVVYGNYGKLDIWVMKTYGVKE
SWGKEYSIGTYLPKGLKQNLDRPMWIWKNAENGKVVRVLCLLENGEILLEYKSRVLVAYDPKLGKFKDLLFHGLPNWFHT
VVHAGTLSWFDTPLDLW*                                                              
>Atha_AT3G59170                                                                 
MDSVSKDMINVLPDALLCHILSFLTTKEAASTSLLSRRWRYLLAFVPNLEFDDSVYLHRDKRVKNTLHEKGFVGFVLLVN
NKRKKLSTSFPDFVDRILALQGNSPLDKFSLKMVDGHDPVDPDSVVPWIHKVLVRGVSDLHLVVDMNEWTSDPLPSRIFL
SETLVKLTIKIRDGPFIDVKHVHLPKLKTLYLQSVMFDENDIGFRKLLSGCPVLEELVLDGMGSCVWTSFTVSVATLKRL
TFCCQKMSSFGYMHDDENPNNVSFDTPNLVYLEYAQVIANNYPKVNFDLLVEAKIDIWMTVDQIREVRLRKNEVNCMVGN
ATDFIVGLRNVRVLYLSPETLEVLTYCCKQIPIFENLSHLTIKSDPNVGWKPLTKLLKNSPKLETLVFQGLLHRDNKEDV
AISSSSVKVLKIFLSGDKLKKQIEKVKHFLKTMPRLEQLVFYYDVKVLSQLHMLSRLASPKCKIHLIPSRESV*      
>Atha_AT3G60790                                                                 
MTTQSSSSSSSLPSSLSSTPPLLASNARCKVLRTGASSKGKGKGIKYPVDRISMLPDEMLQKILSTLSTKDAVITSTLSK
RWVDQWKRIPHLCVDMRNIMRTNPTSYVHELSFRFAESMTKTLNNHRGHLESCTISHIQFIFLFIDRWIQTVTREKQTKE
ITLVNNIGCMTPFVRYNSLHLSPSAFCHPSLTSLSLTRYKLLEKAFKNCCNLKILKLYDIMSDVSVLSNVIKACSSLEVL
VLQITFLNQASALKIENKKLEFLQVTWPCLMNRMEVNTPRLVIFDIKSIYCFGYSVEAPKLSMFKRDYWVGGMSYPHLSY
HISSLAQEKIRIWLELMVSQIYHMKRTGSLSVSVDVRNPNEVEILKEVLLLWDGEMMDLEILFKNNNAPIEEGESFITGG
ARNKWWDGEKPFPDDFFRVCTVWMYNFDGSNEEEFALASRFVTQGTVTEKLMIKTSTYPPVKQLMTEAKVAKLMELPKGY
EYLDIECF*                                                                       
>Atha_AT3G46050                                                                 
MTTKEKNKSSNSPPPTSFSSLPDDIVLNCLARVSRFHYPTLSLVCKGFRSLLDSRELHATRSCIGKTESFLYVCLDLHRN
CYPDCPPRWFIVSPITKQKLKPIPSVTCQSSTVVSIGSKIYIIGGFVDGHSSRRLIVLDCPSHGWRRLPEMRVPRQNAAA
DVINDKIYVIGGSSSNNIEDWGEVYDPKTQTWEPVLPTTLDLTVQMSVVPGSLVMSGKVYDMNGLKLNFQKNICLVEIEN
MMCQTKVCEGVLVWCEPEEDRGWCPVDGLEGLPNRPTSPGYLTSVAHSDRGRRVTVWWESAVLHRLGPKWTKECKTEIWC
AEISFERRGVGKVCGFVEWSKNVFTKDDYKTYKLPASLSDFFLNSTIVTY*                             
>Atha_AT3G54650                                                                 
MQPQPHISPNTATAAISAALESQRSRKNRGSYNCGRCGQPKKGHVCLLTAPPDIPTTPIASEPVSCISAAASSSRSTVLS
LTAAPSSRQTFTHLRRALSFDDVDARNSLDESDLDAASMDLDLQLDTDIVQPGRFHAVGLWEVLKRLPPSSLLMAARVCK
GWRETSRKMWKAAEELRIRVPERAQIGYIGSLLQKCPRLIRLSLKIESDFDATTLACIAFSCPNLEVLEITTSGAAVNRI
SGDELSRFVANKRGLTSLKMEGCSNLGGFSLSSSSLSTLWLSDLHSLSKMIFNCPNLTEISLEFSRQEDDSTDLVTMVDG
LGRTCTRLQNIHIASLKLSHTVVLSLTAVNFRYLRMLSLVLGINITDASVAAISSGYKNLELLDLSGSSITDTGLGMICD
VLPDTLSKLLVALCPNITSSGIQFATAQLPLLELMDCGMTVSDPNSDNPTFVENPSPHKTPGYNQKMFIKHKRLKKLSLW
GCSSLDALFLNCPELMDLNLNLCSNLHPESLVLQCPKLQLVYASGCQGLLTGAIRKQVSENFSAGENHMPRKRLADASKR
IQALPSLYQETREDGIYAGKRRKLEKEMCTIIH*                                              
>Atha_AT3G19890                                                                 
MTMISDLSKDLVEEILSKAPITSLGAVRSTHKQWNALSKGRLLYKAEAKDQFLGFMVMDHRFLSMIFHLNGILKGDGEGF



DRPSIREVGDIVNQIDISKVFQCDGLVLCVPSDNSSVVVWNPYLGQTKWIEAREPHDESDMFALGYDKDKNHKILRLYDE
CYYYYEVYNFKTESWGEEDHLPGWDIDSYNRGVSLNGNTYFLTQEQRAKDKYRVFLLCFNFTTEKFENFIAMPFKYHRKY
VGTLSCVGNEKLAALYQRWDTGEMAIWVTTKIESNEVLWSNLFKVDMKPLVRFGFQQCKDEAGSFFIDEEKKLAVVFNLD
KKRGKRNNKTRCYHTAYIIGEKGYLKKEVLGEAVEVRKDVYRSALVCSSSYVPSLEKINQIEEEEEDKCKSIKMVDTKRQ
RKKRKRKSKR*                                                                     
>Atha_AT3G44810                                                                 
MSSVSTASLNCLPDELLVHVLSSLETKQAASTSVLSKRWRTLFAVRRNLDFDDSIISHPEVGEQNMDDVQESFRDFVDKR
LAFQGSVPINKFSLIYGDKHDDVRVDRWINTALEHGVSELHLCLTSVTRRLHRFPSNVFRSTTLVKLTLGTNLFIVYFPS
DTCLPVLKILVLDSIWFDRIKFSNVLLAGCPALEDLTIDQKSFPGLPNVVSSKTVKSLSIVYKYSADFDWFRTVALDTPN
LVTLLYSTYARHRYRHCNLESLVNATLDLHFLENCDEAFEPNVTDLMIAVRNVQMLHLTSSATEVISQCCKGGLPMFKNL
LVLVFLGNTERVWKVFLPLLLEHSPNLTKLCLESLFLILQGLYHGTDEDEFDEIHIPRSNKVNMLRIIQCQGTENELKHI
SHFLLKMECLQLVQVNFSETIVDSKKVQLTEDLMKLPSASSRLTMQVI*                               
>Atha_AT3G58940                                                                 
MDRVSNLPEEVRCHILSFLPTKHAALTSVLSKSWLNLWKFETNLDIDDSDFLHPEEGKAERDEIRQSFVEFVDGVLALQG
DSPIEKFSLKCITGIHPDHVNRWICNVLQRGVSDLYLFTDFSDEDTEEDGGYRLPQEMFVSRTLVKLKLRSEHCVNWWHW
DIGASLPNLKSLNIDSDLIFFGEMEKFLSSFPVLEEVHMANMEWRELDETMSSASLTKLSIHGTGVEEFEHPKSISIDTP
NLLYLNYSDLVAEDYPLDDEGDVVLQFCNVVKLINGIQNIQTLYLTEDTLEVLTMCCESMPVFNNLKTLGLKSDEGRGWQ
AVPALLRNCPHLEFLIIEGLLHSVTDKCGDACDCISREDKGRSLISCPVKKLEVRGFRGTIREKEMIRHFLEYFPCLDEM
EIDAEENDSTNFEVPRILKVVAYRLHDVVSTEIVGHWQSSAQSGGWSQTQMDEMYYELAPRNKERIYDMFFFMRRASSTV
PPPPPQEMSQDYLQMQLEVADLKERQRDQEAKLADLKERLRAMLDMIVDQNPIIASALRAREATNSEREKASSGQEMTEK
ERDYDALFDIIVEQNPMLASAVRALRATDSERAETSSNQEMTELGQATATYFPPREGE*                     
>Atha_AT3G62980                                                                 
MQKRIALSFPEEVLEHVFSFIQLDKDRNSVSLVCKSWYEIERWCRRKVFIGNCYAVSPATVIRRFPKVRSVELKGKPHFA
DFNLVPDGWGGYVYPWIEAMSSSYTWLEEIRLKRMVVTDDCLELIAKSFKNFKVLVLSSCEGFSTDGLAAIAATCRNLKE
LDLRESDVDDVSGHWLSHFPDTYTSLVSLNISCLASEVSFSALERLVTRCPNLKSLKLNRAVPLEKLATLLQRAPQLEEL
GTGGYTAEVRPDVYSGLSVALSGCKELRCLSGFWDAVPAYLPAVYSVCSRLTTLNLSYATVQSYDLVKLLCQCPKLQRLW
VLDYIEDAGLEVLASTCKDLRELRVFPSEPFVMEPNVALTEQGLVSVSMGCPKLESVLYFCRQMTNAALITIARNRPNMT
RFRLCIIEPKAPDYLTLEPLDIGFGAIVEHCKDLRRLSLSGLLTDKVFEYIGTYAKKMEMLSVAFAGDSDLGMHHVLSGC
DSLRKLEIRDCPFGDKALLANASKLETMRSLWMSSCSVSFGACKLLGQKMPKLNVEVIDERGAPDSRPESCPVERVFIYR
TVAGPRFDMPGFVWNMDQDSTMRFSRQIITTNGL*                                             
>Atha_AT3G17320                                                                 
MTKISDLPRDLAEEVLSRVPVTYLRAIRFTCKKWNTLTKRRSFTKKLIGQEKAEAKVKEFHAIMTLNSRLHLMSVNLDGI
HKDENVESSIKQKGKLISLTVADPDRIVISQVYHCDGLLLCITNEINSRLVVWNPYSGQTRWIEPRTSYREWDIYALGYE
SKNNAKRSYKILRYLDAYEDMGDMSVEPRTRVCEFEIYSLDTNSWKVIEVTTDWDLCFLHRGVTLKGNTYWFAREKIPPP
PRERVIEDIPLGEAEINVEIPSFLLCFDFTIEKFGSRLPLPFRPCVDDTITLSSVREEKLAVLYQRWDITWTGIWISNKI
EPNAVSWSKLFFPMGRIRPLEAASGTFFVDEENKLVVLFDKGESILNPTRNTAYIVGEDGYIKPVDLGESVHKYCFPLAC
SYVPSSVQI*                                                                      
>Atha_AT3G10430                                                                 
MGSSLPFDLILEILQRTPAESLLRFKSTCKKWYELISNDKRFMYKHLDKSTKRFLRIENRERVQILDPVTEILAVSTIPN
ELRHKYFTLIHCDGLMLGMCYEELGSDPNLAVWNPVMRKIKWIKPSPPLVCYWGSDYLGFGYDKTFRDNYKILRFTYLGD
DDDDESYPKCQIYEFNSGSWRSIEAKFDGEIDVEVDGVSVNGSMYWIELQEKKNFILSFDFSKETFNRICDSPLYWDIKR
LGCFNGDRLSLLQQNEATREIHVSVTNKLSDEVVSFSRYFSVTLPDIPLFRSIDILPLPGCFIGKNRNIIAWCEQLVGKY
DDHTSIILYEIGEGGVTKRIRTGRHEADEDYNDLDNCSYVYVPSLIPVPE*                             
>Atha_AT3G22720                                                                 
MSDLPLDLVEKILSRVPATSLKRLRSTCRRWNALLKDRRFTEKHFHKAPKESRVLMLKEYRVFPISVNLKVTPPSVDFKG
ALGYSHSNSEQVVITEVFHCDGLLLCTTNDDRLVVWNPCLGETKWIQLKVDYRRYVSIFALGYIQNNESCRSYKILWTWY
SYDYNSSPPQRGLGFEIYEFSSDSSWRVLDDVNHDSVVNHNSIIRSGVSLKGNTYMLAYDIEENSKFLLMFDFTTERLKR
LCLPHFQDVGEMDLSVREEQLSVLNWSRITSKMEIWITNNFDTEATLLWKRVHLDSQCNCVRIFSSLYFDEEKKVVLYCN
VKDGETSKKVVYIIGEDDGHYIEIPFVKSIKIERLQLIHTTRWYSLIFNYVPSLFQIQ*                     
>Atha_AT3G22700                                                                 
MSNLPLDLVEEILSRVPATSLKRLRSTCRQWNALLKDRRFTEKHFRKAPKESLVLMLKEISVNLNVTPPSIEFKDALGLK
DSHSNSEQVDIVQVLHCDGLLLCTTKDNRHVVWNPCLGETHWIQFKVDYGRVYSSFALGYIQNNESCRSYKILWRWKSND
YKSSPRQRGFEIYEFISDKWRVIDDVNHDSLVNHNYLGRCCRVSLKGNIYWLVDDVEDNSRSLLMFDFKTERFKRLCLPH
FENVGHMVLSFVREEQLSVLYWSRATPKMEIWITNNIDTDATLLWRLHLDTRFNCVRIFSSLYFEEEKKVVLCCNVKLLM
MIRSARTWYTLSERTMDI*                                                             
>Atha_AT3G26010                                                                 
METRNRTIHLTDAIWTEILARLPLRIIARFKSVSKTWKSTIESVYFRRLFVSVHRKSSTSWSLMWYGQKDLVGFHGCETW
GLPKSLSFYIPSSLCIIEGSSHGLVLISENDDDCCFVGNPVLQQWIKIPPPPVHSSVFGLVSRVDDDGFVLGFKVVKLAE
VIVTNNYVSCSLSVFVYSSETGIWTCKTIHCPYQITNFGSFTLDGTIYFDHLSEPGVLVAYDFYSEISDQFWVIPLPDHP
NHGFNSDFKGALTTSQGFVMYIRTLAQSSSNVFKAWRLNNDSTWQLLWKIGLPSLIGDYVPMAMHPFDSDIVHLWSQDHR
HVVSWNLRTQKNRILGAEDNDEDHKDCYLNQPVCEECMDEICGCKASVRLLQLVLPRWMESVPCPPQVEMMNTASVISYV
TSMQETMIRNWLHQ*                                                                 



>Atha_AT3G03030                                                                 
MDLVSSLPDDVRCHILSFLTTKESALTSVLSKKWRNLFTLVPNLDLDDSEYLHPEETKWEREEILDSFLDFVERVLSLQG
NGPIRRFSLRCESGVPPARLNRWLCKVLQRGVADLELIIDFEDGYLLPRELFVSETLVNLRLKSEFGCIHWWPGAEGTFL
PRLQSLDISSAMVFCDDKLQKLLPCFPVIEELRLVGMEWIDSHVTVSCATLTNQLLLSSTGSRTSKNPKSVSFDTPNLLS
LAYSDLVAEDYPLVNMKSLFKARIILGVDDDQIARMRAPTNYLSEDDVVRRFGNVVKLMKGIQNVQQLHLHSDTLEVLSM
CCESMPVFNNVKTLGIKSDYDRGWQAVPALLRNCPHLETLTFEGLVHHVTDKCGDACDCIFRKDKGRSLKSCPVKVVEIK
EFRVTMKEMHLIEHFLDNFPCLKEMKIYREEYDPSPFGNDPQVDDLILDMIEEYKDIYSCNVQLLEPCDKWDEQ*     
>Atha_AT3G23960                                                                 
MRSRQLHNVSEDRETLSRRNKRSKTSLNGHIPIDLLIEIFLKLPVKSIATCRSVSKFWTYVLGRQDFTELFLTKSSSRPQ
LLFACANDNGYFFFSSNQPQNLDENSSPIAAYPLTHVPKSRDLGPPINGLVSLRGERILKGRIRPVDVSIIYNPSTGESL
TLPKTNMTRKKIYTVTSFLGYDPIEKQYKVLSMNMSYEKHPKCEGYQVLTLGTGKLSWRMIKCCLNYQHPLKNSEICING
VLYYLAMVNGSSWPTRAVVCFDIRSEMFNFMEVYRELSYTTTLINYNNGKLGMLMGQEAHKTISGICRSFELWVLEDTVK
HEWSKHVYLLPPLWKDAVANTRLYFAGMIGTSEIVLFRPDEPLCVFYYNIDRNTIKRVGIRGLEAFKYFRIFLNHVENVK
LF*                                                                             
>Atha_AT3G49980                                                                 
MVLNLPQELLEEILCRVPATSLKQLRLTCKEWNRLFNDRTFSRKHFDKAPKQFLITVLEERCRLSSLSINLHSGFPSEEF
TGELSPIDYHSNSSQVIIMKIFHCDGLFVCTILKDTRIVVWNPCTGQKKWIQTGENLDENGQDFVLGYYQDNKSSDKSYK
ILSYKGYNYGDQEFKIYDIKSNTWRNLDVTPIPGNYFTCSDYRVSLKGNTYWFAYDLKDEQLGLISFDYTTERFERLWLP
FQCDISDHDYSLSVVGEEKLSVVLQLKDAPRREIWITNKMDDETKEMSWRKLFEVEVGTRYYMWSGRPFLVDEEKKIVVC
CEKCQKKCQPVITVSMVEADSNATRVYFPVVTMTSYWPHFVDYVPSLIQIQQSEANEKELNS*                 
>Atha_AT3G22870                                                                 
MTLTISDLPRDLKKKIFSRIPLRYVRALRLTCKEWETLIKSRSLKIDEEESQMVALMDYNLCLMSKSFNGGDPSTEIKGK
LTCFDEQVKVSMLFHCEGLLLCILKDDNTKVVVWNPYLGQRRFIQVRFSHIPGGWDQFSYALGYYKNNNMMKSFKLLRFF
DYFYTSNDFVFYEIYDFDSGLWKTLDVTPYWRIRFFDDIGVSLKGNTYWCAKERKPEWNADPFIIVDHIICFDFTSERFG
PLVPLPFRAMKESLVTLSCVREEKLAALFCRDVVVEVWITTTIEFDKVSWSKFLTFGVRDCPMIYSCTGSFFIDEVNKVA
VIFGQPLKRDKVFIIGEAGQVRDVDLGEPAHQDSWLYVCPYVPSLVKIKQPPGCKRRRQSSSENRRYKRNMMRLVELEKY
HIAMEPKRGDKTI*                                                                  
>Atha_AT3G58930                                                                 
MDRVSNLPDGVRGHILSFLPAKHIALTSVLSKSWLNLWKLIPILDIDDSEFLHPEEGKAERLEIRQSFVDFVDRVLALQD
DSPIDRFSLKCITGIHPDHVNRWICNVLQRGVSDLDLFIDFSYEDTQEDEDMLPQEMFVSKTLVKLKIRNDRCVDWWCGK
GGTSLPMLKSLYIDSDLILWGKMKRFLSSFPVLEELRMASMEWKESHETVSSASLRKLSILGTGCEDYVNPKSISFDTPS
LLYLNYSDLVAEDYPLVNMGKLLEARINLIVKDDQIKRVREPNNDLLQDDAGNVVLQFGNVVKLMNGIQNIQILYLTADT
LEVLSLCCESMPVFNNLKTLGIKSEEGRGWQAVPALLRNCPHLEYLIIEGLLHNVTDKCGDACDCISREDKGRSLASCPV
KKVEIQGFRGTMREINMIGHFLRSFKCLKEMGIFPEEEGPTNFENPGAFEYVEKILKLYNEISNCDVYFLVWGYMRRKWT
TQ*                                                                             
>Atha_AT3G22730                                                                 
MMMSDLSLDLVEEILSRVPATSLKRLRSTCKLWNALFKNPGFTKKQFLKAPKESLVLMLKEYSVCPMIANLSVSAPSIEF
KGALNLKNYPPYSEEVDIHEACHCDGLLLCTTMDYRIVVWNPCLGETRWIRWPKNIYSRFALGYEKNKYGRIYKILRCWD
RHNSPTGRVDEFEIYEFSSDSWRVLDLVALDCHIASHIGVSFKGNTYWLASDKKDKYGLLLCFDFTTERFTRLCLPPSQD
VSKMALSVVGGKQLSLLSQSDSTSKIMEMWVTNIIEDVLMWSKSFTVDIPIRGDYCPYLTSYLVDEEKKVAVCYNENFEK
SNKKVYIIGEDNGYYTEIPLVESSYQVWGYPIIFNYVPSLVQIEEGGCIIKE*                           
>Atha_AT3G62230                                                                 
MDSGSAVDIISTLSDFLLVLIISNLSFKEALSTSRLSTRWRHICRETRNISFREDEIVTFADDSVARYYQRAALVAYMVG
WVNNFTGGVVESFELRLSNSYAFEEGVTTLIEFAVSKNVKHLFLDLSEPRWVTNNDAAQLEPGLIKLPESFYKITSLVTL
KLFGCRFEPSRLAKPGMVKTMFFRWIRLEMLSALIAKTPLLEILNIKNCWEIGLDAITGYNDRLMKLVFKYCSFSAQQTT
LDVPNIQIFKYFGKVYRFEFASANKLMEEAYLDYREESRYNVSAGAIISGFLYSMLSAKTFTICPYVLQLIQECEDPVRL
KAPMETRQLVLKTNFEPNEFVGIRFMLNSSPYLETLSFQMVGPRPIEEMVPQIDPEAYWGQNTSHECLKKTLKKVEVWSF
YGGTHELRVLEYLIRYGRMLERVDLYQPIGLDDIQLLPIRAAADRVGEFEARSENLVVTFY*                  
>Atha_AT3G24760                                                                 
MSDNNPEIESSTFNNLNIDVTESILYHLPIPSLVRFTLVSKQWRSLITSLPPSPSPSPSSPPWLFLFGIHNTSSFHNQSF
AFDPLSNTWLRLPPSSSSSDHLVGSNRFLFTTAPRFSFSPILKPNWRFTSPVRFPRINPLLTVFTTLSNSSKLILVGGSS
RIGGLVDIEERLAVQIYDPVLDSWELCSPLPADFRSGQDHQTLTSALFKRRFYVFDNYSCFISSFCLDSYTWSDVQTLKP
PGLSFAYLNSCNGMLVLGGMCGFSFNLWSIEEGSMEFSEIAVMPEDLLFGLVDSDDEDDKFRSLKCAGSGNLVYVFNDDC
HKKFPACVCEIGGGENGICSWRRVPCLPSPVNKFHKVVSFCSTVSITDVFHPEEARIGGSIRG*                
>Atha_AT3G06240                                                                 
MKAIQLLWEAIMEATKRERRREDDDGEKASPESLVLPPEIITEILLRLPAKSIGRFRCVSKLFCTLSSDPGFAKIHLDLI
LRNESVRSLHRKLIVSSHNLYSLDFNSIGDGIRDLAAVEHNYPLKDDPSIFSEMIRNYVGDHLYDDRRVMLKLNAKSYRR
NWVEIVGSSNGLVCISPGEGAVFLYNPTTGDSKRLPENFRPKSVEYERDNFQTYGFGFDGLTDDYKLVKLVATSEDILDA
SVYSLKADSWRRICNLNYEHNDGSYTSGVHFNGAIHWVFTESRHNQRVVVAFDIQTEEFREMPVPDEAEDCSHRFSNFVV
GSLNGRLCVVNSCYDVHDDIWVMSEYGEAKSWSRIRINLLYRSMKPLCSTKNDEEVLLELDGDLVLYNFETNASSNLGIC
GVKLSDGFEANTYVESLISPNSYGIES*                                                    
>Atha_AT3G17620                                                                 



MMSDLPRDLLEERLSRVPVKSLREARFTCKNWKTLSKKRSFTKKHLAQEATSRESEFKVVMVLHCKVYLTSINLRGIHNG
FDPSINRQAKLVSLNGTDQIDISEVYHCDGLLLCISKDYTRVVVWNPYRSQTLWLKPSSPDHRMDWYICAIGYEKRKSSL
RYKVLRFVDFAEEEFVEYEIYELKSNSWRVLDVTSDWEVEFYARGVSLKGNTYWFATDKFPEISSNLIHSVYFLLCFNFT
SERFGPRLHLPCYPMDVDTVSLSSVREEQLAVLFQRKDNLHMEIWVTTKIEPEEVMWSKLFLAVDMQPLTDFKFGIADAS
FIIDEEKKVVVVFAKDKDVMYPTHNTAYIIGEDGYYKEVDLGKTTDKIRDPLVCSYVPSSAQIKQGGKRKKKGKLITD* 
>Atha_AT3G03360                                                                 
MEKESQENSTRPDASSTVFSSSKSTCASPSYLKEAGDLISRLPDDILQLILSYLPTRLAIKTSVLSRRWRHVWSDTWSLS
FHRDRPDAPCINRILDRYRAPKMMSFRICSCCRAACISRPDTHADIDSWINFAMSRNVENLSLYLDEDKYDIPEFLYINS
SLKQLYLDFGCKKDFISLNPKCSVSWTSLKNLSLYHCNISDESIAIILSGCPILESLLLFFCKKLKVLDLSKSPRLITLE
ITRRCRMEPTQLVAPHIRCLRLINSEKPCALVDVSSLSQAELDITAYAIVDNKLEADFHQTMVVKMLEKCQNVEKLTLGA
NFLKMLSLAELRGVSFPKLKAKALILETMISRYVIHGIVKVLQNSPDLKKLTIHPMGSAGSYPIPEEHIDIYLDSHGLNW
DPSWSSEFKNTSRRNVESKQVASFLQLVLKTISTLELIVARLEGYIKGRRFVELRQMVPMLPRNNDVSIVLSSRRKRFRV
T*                                                                              
>Atha_AT3G49020                                                                 
MEQKCKIGGEGLRNRGLVNEEDRISELPEALLLLILSSLPTETVIATSVLSKQWKSLWKLVPNLKFDSKYHYHYTFSDNV
FRSLISHKAPVLDSLHLKVEDKDDALDVGILIGIAFSRHMRKFVLKITLLEESFVRFPSAWCSCNDTLEILELKYCILLD
FPSLVCLKSLRKLYLYHVRFNDEESVCNLLCGCPSLEDLVVHRHSTTDVESYTIAVPSLQRLTIYDDYYGEGVGGYVINA
PSLKYLNIDGFNGLEFCLIEKAPELVEAKISAVFEIANENIMDSLTSAKCLSLHLAPFKIKYPTGKIFYQLLSLELRAYS
YEWWNLLWFMLDSSPKLQILKLVDPYQFPKEDCSVGWEWSRPKCVPECLLFHLETFVWTRYEWQREDEKAVATYILKNAR
CLKKATLSTKPIGSEELEKLGKRREMLNELATQASPSNSCNLVFESE*                                
>Atha_AT3G58900                                                                 
MDLFSSLPNELLYHILSFLSTKEAALTSVLSKRWRNLFAFVPYLEFDDSVFLHPEERKREKEGILQSFMDFVDRVLDLHG
DSLIKTFSLKCKTGVDSDHVDRWICNVLARGVSDLDLFIDFRDLYSLPHEVGVSRTLVVLRVGSESDLYWWQKFLCLPML
KTLVLDSCWLCIGQFQILLLACPALEELDMTNTRWKDSNVTVSSSILKELTIDLHGCCSVVNLKSLSFDAPSLVYFYYCD
SLAEDYPQVNLKNLVEAQINLLLTQAQIEQVRALNNEMLVADDVFPGLGNAWKLITGLRNVQQLYLSPDTLEVLSRCCEG
MPVFNNLKVLSIWSDMNRGWQAMPVLLRNCPHLETLIIEGLLHYATDKCGDVCDCISRDYKDHSLTSCPVKKLQIYEFRG
TIRELEMIKHFLKIFPCLKEMDIYAHENSHTLFKDPTIFERVGKVMNFYNMLSSCSVQLLVRGPL*              
>Atha_AT3G44326                                                                 
MLSSSSSSTVEQPSRGGSPGINAVSSDVLRSNILTRLDGSSLAALSCTCSNLNSFCSDESLWRQQCSATWPSTSDTRVQS
IISTFPDGHRTFFSDSFPFLEHDVGINLPPSVDTSELISAVDIFYKDDVIFSRVHVTETVSGWFLCSPMRVDLVEPKELI
PTRVLVTDQCKDDTWKSDLEENLSLSWILIDPTCKRAADVSTRKPVSVHRHWLTGEVHVKFSSIFVVGNKKRSEQVEFTV
TVVLAVFNRREEETAVMQIREVSLVAEDKDGRNLGGKVSLEILVAAMGMKRRFRAGGEEEGKEKYIEYMERKTAKAEMKW
RRGKETAMETAACWIAVLLLGFLLCFYLFMHKNLVAIMKKLIK*                                    
>Atha_AT3G52670                                                                 
MRNQGFTKEDRMNQLPEDLILRILSFLPTELVIATSVLSKQWRSLWKLVPNLEFDSDDYEINPVDIGLWIGIAFARHLRE
LVLYVAPKQTFTFPSSLCICNTLETLKLILGIHVDIPCPVLLKSLRTLHLDSVSYKDEESIRNLLSSCPILENLVVYEYW
YNVVNFDIEVPSLKRLEICDVLHKKEFRRYTINVPCLKYLRIEGLNKDFELCLNAPELVEAYFTKGSLIIADKFLGSLKS
AKRLSLDILALKMHTRREEWWNLLTVMLDSSPKLQVLKLIDHTQDVSKDNVVSEKWNEPKYVPECLLSHLETFVWIRYDW
EREEEKEVATYILRNARWLKKGTISTNPIESKDLEKLEERRKMLNELDSVVRASNSCNLVFEFE*               
>Atha_AT3G22350                                                                 
MSDLPLDLVEEILSRVSATSLKRLRSTCKQWNTLFKKRSFSQKHFHIAPKESMVLMLKEYRVCSMNINLNVSPPSVEFQG
TLGIKDDSHSNLGQVEIVEVYHCDGLLLCATRDNRLVVWNPCLGETRWIQLKDECRRYSTFALGYENNKFCRRNYKILRY
WGWFHDHIPDDGGRFRFEIYDFRSDSWKVLDDVPDDRFPPVSVVSLKGNTYWFGSNKKDFLRSFDFTTERFNHIGLPPSR
DHGFMALSVVGEEQLSVLQEIETSKMEIFVTNKVGTEEAALLWSKSFIVDLPIGGHCSEVFASLLINEEKKVALCCNLDF
ETDGNLIFTIGEDNKYYSEIPYATNKPWWLCRFSEKFTKKWWWFPFIYNYVPSLVQIL*                     
>Atha_AT3G59230                                                                 
MNSKKLNIGPKDIINSLPEALIYHILSFLSTKEAAITSLLSRKWRYFFAFVPNLDFDDPVRMQPDMGNQEETEIHTSFMD
FVDRVLALRGNSHVNKFSLKCGNGVDGVGVTRWILNTLELSVSELDLSIASDTTYLFPSKVFVSKSLVRLRIEARNGLAF
GSLVIDVGDVSLPKLKTLYLDSVELDYQIICLAKLLSGCHVLEELVMIDVVWNFWESCSASIPTLKRLTFFTEEGWNNPP
PSVTFDNPALVYFEYTDTVALKYEKVNFDSLVEARLGLRVGYEESENPIQVPFGFPFPLIEYAMVGDATDLLMGIRNVQV
LYLYASTVEVLTFRCKAIPIFNNLTRLTIESNTKVGWDSLPNLLKNCPNLKTLVFQGLLHKATDRCGDMCPCKPPENIHT
CLSSSPVKVLEILKFGEINDKTELEQTKHFLELMPHLEQLNIYYDTSVDDNLVKVSKQLQEIPGVASAKCKVQVISDNLT
LSVTLPSSSSI*                                                                    
>Atha_AT3G58920                                                                 
MDRISNLPNEIICHIVSFLSAKEAAFASVLSKRWQNLFTIVQKLEFDDSVKNQGSLMDFVNGVLALPVTTRISKFSLRFD
SFLKRKLETGLVIGPHVVNRCLCNVLKRGVLDLKLEIYGEDGYLLPSEVFTCKTIVDLKLTSCIFAESYVIDVIPENAFL
PGLESLFLKSIWFSDLRGCAFQTLLSACPVLKTLTIYDVQWEKWKWSRTVSSATLERLIIQRTEFTYFNGSDFKSITFDT
PSLTYLKYIDFVPEEYPVVNLDSIVEAKLHLILTGNQDYPVRYLGREDDPITSNPTNLIKGLRNVEILHLSTATAQMLCF
FPRETLPEFVNLHHLTIGPTYYECFNWRLLPILLKKTPNLKTLMIKGPLHLYYRDFNDDEEEEEPEYYCECSSGCNCLLS
CHMEVLEISHYRGTTKELEKLKHFLGKLSCLEHVKLGVWASSDKEKLSITTDLLMLPRASVNCKIQINFS*         
>Atha_AT3G08810                                                                 
MSYPERKRKRSRWSKPHSTQNPSPSLPDDVLLSIFARVSRLYYPTLSHVSESFRSLLASPELYKARSLSGNTEICLYVCL



RCSTGYRWFSLSRKPDQTLTYEERKSSGYALARVPIPGGSPNVRSSSLVAVGSDIYNICGSINKASSSSSVSILDCQSHT
WREAPSLPVELSSISASVRDGNQGGHGYSDSRKNSFKVFAYNSKEGRWDHLVGLGAGSFMLPDSYCVIDNVSYSVSDGMF
RWYDTEVRRWKDLRGLFQLPKFSAGACVILADYGGKMAVLWDQLPYHHGFHKTIQCAVIALERRTSFVFREKSCQIWGKV
EWVDDLLTVPTSYDLVKVLVATL*                                                        
>Atha_AT3G23420                                                                 
MAEEVLSRVPMTSLRRLRFTCKKWNTLSRCRSFAKKHLVCQAKVAAKKREYKVVMMMDFRVYLMRINLQNNVELCIKRER
ELLFPDASDQIYVRHVFHCDGLLLCIMKDNPRLVVCNPYSGQTRWIETTNNPQRLDAYSYALGYNSSTKSHKILSFGMMF
DYVSSTSAEFKIYDFNSDSWRGDIWAAVCLRRPLSGIFKSSLLLSNVRDEQLAVLFQRMDTLQMEIWVTTKIEPNTVSWS
SKFFLSVDMRELTGRYSMFSFSDASFFIDEEKKVAVLTSLERMDP*                                  
>Atha_AT3G60040                                                                 
MGIGWSLHNRDGTQILHGSGAIHPTQSPTEAEAEALRLAVLDLRRLGYSHVTFCGDLKLIYDTLQRCALRGNNASWKYLH
IATYLADVLKISKLCSFNFIHISRDANDIADRLAKQARCNGLDYVICWTSSSLVLNVKQRNYVTDIYNDVNNISSINAFQ
DLAGSLDELKTTSFIVVLTFWVCFLIKTPIKFRIEGTTPSFSGSVFALLHDSVSGTFISMDAKMFDTICSRDAISWLPDE
VLGKILSLIPTKQAVSTSLLAKKWRTIFRLVDHLELDDSFSLQAVKDQTPGLRKHVRFVFTEDFKIFVDRTLALQCDYPI
KNFSLKCHVSKYDERQKACVGRWISNVVGRGVFELDLRMKDPGIHFLPPHLVASKTLVKLTLGTQLCLGQLPSYVSLPSL
KSLFIDTIVFYDIEDLCCVLLAGCPVLEELSVHHHDFIATPHTISSPTLKRLSVDYHCPDDVDSASHMSFDLPKLVYLEY
SHCALGEYWQINLESLVEAKLDLGLERKVLRMDVTDLIIGIRNVQSLHLSPDSVHVIYSYCRHGLPVFKNLVNLSFGSKN
KRGWRLLANLLKQSTKLETLIVKDLNGYTGDVSMPLNKVTSLHILGYRGTADEVKQLKSFIGEFECLELVQVDVAEAAED
NGKILQSKRDLMMLLGVSLPSKCQFKSVLDELNVRVSGILVIGVLDGTQLLLIILLHILGKGNKPLAALTTLNHMKEVGI
DPSVLHYTTLIDGYVVSGELDKAKEMFREMTVKGQLPNVFTYNSMIRGLCMAGEFREACWLLKEMESRGCNPNFVVYSTL
VGYLRKAGKLSEARKVIKEMVKKGHYVHLVSKMMKYRR*                                         
>Atha_AT3G18910                                                                 
MKTIQEQLPNDLVEEILCRVPATSLRRLRSTCKAWNRLFKGDRILASKHFEKSAKQFRSLSLRNDYRIFPISFNLHGNSP
SLELKSELIDPHSKNSAAPFEISRVIHCEGLLLCSSQLDESRVVVWNPLTGETRWIRTGDFRQKGRSFDVGYYYQKDKRS
WIKSYKLLCYYRGTKYFEIYDFDSDSWRILDDIIAPRGSIGYSELSVSLKGNTYWFAKGVTEERPRTISLLKFDFYTEKS
VPVLLPYQSRRLFQASSLSVVREDKLSVLLQLDQSSKTEIWVTNVIDETTKGAVSWTKVLALDLSPHLQIGNDGSFFLGE
DKKVVMFCEKLIDENKVKDMVYIVGEDNVVTEVGFGVDEMDGCRAVILNYVPSLVQIERAGGNRKRGH*           
>Atha_AT3G10240                                                                 
MEQQEEKRKIKAYQRKSKRSKSGSSSIPLDLVSEILLRLPEKSVARFRCVSKPWSSITTEPYFINLLTTRSPRLLLCFKA
NEKFFVSSIPQHRQTFETWNKSHSYSQLIDRYHMEFSEEMNYFPPTESVNGLICFQESARLIVWNPSTRQLLILPKPNGN
SNDLTIFLGYDPVEGKHKVMCMEFSATYDTCRVLTLGSAQKLWRTVKTHNKHRSDYYDSGRCINGVVYHIAYVKDMCVWV
LMSFDVRSEIFDMIELPSSDVHKDVLIDYNGRLACVGREIIEKNGIRLWILEKHNKWSSKDFLAPLVHIDKSLSTNKFLL
KGFTHAGEIIYVESMFHKSAKIFFYDPVRNTSRRFELKGFTDDEFVLSNEHGYTLHVFPNHVESQISFT*          
>Atha_AT3G60710                                                                 
MEDLISQLPNELLQEILLNLPTSESVRTSVLPTRWRNLWQSVPGLYLISRQILKFVNLRTPSDVVLEMLISCSPVLQVLS
ICDVGVDFLKVRSQTLRSLSLWTFIFKGENDDVSLGDDGESGLVIDTPSLEFLRIRDFPLEDFRVESVISSIKMCIDGTY
AYTKLQQLPEFKNLTRLYAFLHTDYSEMLPIYLSSSPNLKSIDLELHGYPKMEEIASSPVPKCLQTSIENVKIKMTPKAD
QEKSRKAETEVANYILENATLLKLTLWLDDEEEDESSSVLEKILTFQNYSFVEVKIGREASKFRLGYTFDEAKHFSRRFL
*                                                                               
>Atha_AT3G19560                                                                 
MCMTMMSDISQDLLEEILSRVPITSLRAVKSTCKRWKDLLNDPSFSKKYGGKRDNEFLAIMTSGSRASLMSVNLHGPRDN
KDLEDPFIKQIGELNQDQIFKVFHCDGLLLCITNEDNTRLVVWNPYLAQTRCIQPIDKFYIYDWYCLGYDKDKNHKILVV
YSPMFGRIEYEIYSFLSKSWIVLSFPTDWQISRDECLSLKGNTYFIAYKKMEVEEVGFQEFLLCFDFTNERFGPLLPLPF
QCYNQTSLVLSTVQEEQLAVLCKRCDAYETKIWITTKIEPNAVSWSYFLKFDFKVDISGGSFFVDVEEKVAVLFCINREK
EKGINNKTYMIGEDGYYKEVDLGESNWCPSMCSYVPSCVQV*                                      
>Atha_AT3G21170                                                                 
MTFNDLPEDLVVEILSRVPAVFLARLRSTSKRWNTLIKDGKLSKKHSSNAPRHSMALVLIDHKVYSVRSNLRGIHNSVAP
YVNITCHFSLKEHLSNNYSTEVDIGHVFHCDGLLLCTTKDYRLVVWNPLSGETRWIQPRFCYKKDDCYALGRSSCNKYKI
LRQGRLINPSEERYVYNIVGEDLVINNSQERYEYEIYDFNSNSWRSIGVITGLFNPNITSGVSVNGITYWFDISEQFLLS
FDFSTERFGSESLPEGDSHLALSVTRQGKRLCMLSTNYTYVTGTNVNLWIATKTSENTRAMSWSKFPILRGGVGLRYRCH
FREGVSFFAYQVKEKIVVVSCHRPNRHSKDIIHIVENDKFIELDHHGAKPTHELSPTPRLLIYVPSLVQIQHGI*     
>Atha_AT3G59210                                                                 
MDDCSKDIINCLPDNLLCQILSNLSTKEAALTSLLSKRWRYLFALVPNLDFDVLPSLHPEVAMQDQDQTSFIDFVDRVLK
LRGKDHINKFSLKCGDGIEDEDVFPWILNTLRHGVSDLSLHVSPSLVYWLPSKVFASKTLVRLKIGPKDGPRVKLRNVCL
PKLKTLNLDSVVFEEGKIGFAKLLSGCPVLEELSLLNLAWDRWDSCSVSSKILKRLTLYCAHSSRNPKSVSFDTPNVVYF
EYSDNIANKYPKVNFDSLVEASIGIRMTKVQKANARYVSDVDEETEMVGNATDLLMGICNVKTLYLSYDTLETLNLCCQV
IPVFNNLTHLTIESHPELGWESLPNLLKSCPNLGTLVFQGLLHKATDRCGDVCMCQGLENSHSCLSSSPVKCLKILKFGE
TNDDDDMEIEMEQIKNFLEKMPNLEQLIIYYESSIDNDLVRVSSQLQEVPTVASLKCKIQVISDNLSLSSTLPISLSMEN
GFHL*                                                                           
>Atha_AT3G59610                                                                 
MMQPDHDLPYDLEGEILSHLPIQILARFRCVCKRWNTLFKERRFFNSDLGLARPQFILLAESKICSVDVNLDGPSIEVHN
LPSDIPGYKLYMPMHVEYCDGLFLYATCYGIGICNPWLRQIRWFKSSYEGYDFSGMGYDNSRQDKHYKILGSYCTNTTMN



ASVTELGSDAWKSYEFAFHSWNLSMSPYSVSLNGNLYWVAYNHESRDYFIQSFDFSTVSFKHYCILPTKNGHRQCDGRSL
AIFREDRFSFLEQEIYNTRNIEIWVTKETIKNGDGEAVEWVNLMSVLVPEWSSLSVNYYPPSYFVDEDKVGLTLVICCYN
KEGKAYIYIAKGDKFHEIEIKDLVEYNPRHRTYFPNLIQVPTFTMSGRSITQHQVESRFAPLRGIQVSVGVGGDEWDDGF
FDNVKEIIIHTNSLGIIFVKFYYRNGNVRVAGAAHGDSTETRGLMVPDDDYIEAVQGTYTESHITSMAFRLHKGNRSLRF
GFFEGMSFVLGGARGSKIIGFYGRSSDLYLTAFGVHFSPLP*                                      
>Atha_AT3G25550                                                                 
MIMHHGRESKRRRRQVIKIPNDDVLEEIIVRLPVKTLTRFQTVSKHWRHTIKSRNGSKPSIRYKTMRLEWSLSRLVGEEE
YLTSKKHKERRILFSKSVDGLFCLYSGVDMKQPIMVINPDTRWSKKLPLARIQRKNYLDSNKVEFSRLGFGKDSVTGTYK
LAVIPPPPNHGIKHENMSF*                                                            
>Atha_AT3G03040                                                                 
MDLLSSLPDEVRCLILSFLTTKESASTSVLSKKWRNLFALVPNLDFDDSEFLHPEEGKRERDGILQSFMDFVDRVLSLQG
NSSIRKFSLKCETGVPPARVNRWLCEVLQRDVSDIDLTIDLGYGYYLPEELFVSETLVNLKLKSAFNIDWWPGAEGTSLP
MLKSLCVYGVRVFCDDELQELLPCFPVLEELQMSNMQWLDSDETVSSATLTTLHITGIRSENPKSISFDTPNLLSFVYTD
FVAEDYPLVNMKNLSLARLALRANDDQIKRVRGPSNDLLEYDVVRHFGNVVKLMNGIQNVQELHLCPDTLELLSVCCESM
PVFNNVKKLLIYSDEDRGWQAVPVLLRNCPRLETLIFEGIVHHVTDKCGDACDCIFRKDKGRSLKSCPVKVVEINGFGVT
MKEKYLIEHFLDYFSCLKEMKIYINCEEDGVTQQVMKNREVSKLVLDEMEEYNEFYSCNVKLFLCKKKSIPQ*       
>Atha_AT3G17400                                                                 
MMTLSDLPSDLAEEVLSKIPVTSLRGVRATCKKWNTLSKDRSFTRKHLAQAKAAAAREFMVVMVMDFQVYLMGINLHKDV
DATINGQGKLISLDDSNQVDISYVYHCDSLVLCIPKDCARLVVWNPYWGQTLWFKPTSLRHFPHWYMYAIGYQMRRGNRD
AKTSRWLLTCRPTTKTITKNTIDHL*                                                      
>Atha_AT3G17280                                                                 
MTTISDLPYDLLPEILSRLPTKSIPKLKTTCKKWYALFKDPKFVEKKLGKAARETVFLMNHEVNSISVDIHGIPKGYSVS
MDFTGTLTIPEGSDLEIFRIHHCNGLFLCATMNCRLVVWNPCTGQITWIIPRTRYDSDDIYALGCGDDKSSSLHSYKILR
CCDDNQKKPVSEIYDFSSSSWRVLDGVTANCFIECNGVALKESAYWYASDKRETPKGKFILRFDFATERFARLCLPLNFQ
RDRDNKSVVVSVVGEEKLALLQQFDHRVHGLKYSKIKIWVTDTKIGEGKDLSWSNILVEELADDNLPSVTSFLLDEEKKV
AVCSDAVCSDTDTEDEDRRRIYIVGEGVDEFVYDEVSTETSHNWPFLVSYVPNLVHIEKDAPIVEV*             
>Atha_AT3G52680                                                                 
MISPTMEQGESLRIRVVMGKDRISELPDGLLLKILSSLPTNIVVATSVLSKQWRSLWKLVPNLEFDSDDYESEHYTFSEI
VCKSFLSHKAPVLESFRLKFVNFNPVDIGLWVGIAFSRHLRELVLDFYPAELGKGVTFTFPSSLCTCNTLETLKLVLCIL
VDIPSPVLMKSLRTLHLEFVRYKDESSVRNLLSGCPGLEELRLYRGDDSDIKVFTIEVPSLQRLTIHDNNDGPEFWGYVI
NAPFLKYLLIEELRCPEFCLNAPELVEANIAEVTSITIEKFLGSFTSVSRLLLNLSPLKITYPTGSMFYQLVSLEMYTRE
AEWWNLLTLMLENSPKLQVLKLTDRSQNFHKDGLVSGKWNEPKDVPECLLSQLETFVWRRFDWGREEEKEIATYILKNGR
RLKKATFSTNPIESEELNKLKERRKVLNGLDGVVRASNSCQLVFKFDPSYLGSDSP*                       
>Atha_AT3G44090                                                                 
MNNSKSNLLDTEHGDKVAEQMNLASMDCLPDDLLVQILYFLPTKEAISTSLLSKRWRTLYSLVHNLDLDDYIFWHHEDGY
NQYFSNDIQKSFEEFMERTLALLGGGHIKTFSLISDEIYRFDHVVDSIRPWLYYNLQKDSLWQFGFPYKVFTSTKLVKLS
LGTRLACPRIPQDTSLPVLKVLLLEYIWFEDNQLSDVFLAACPALEDLTIHHMFRPFLISSKNLKKLSVTINFSYYVDRS
TILTLDTPNVVDLYYSDFPRPIAPHCHLDSLAKVELDLHSLEDDSRQVQNDADVKNLISEIRNVKTLHLTYSAVELMLSS
KKRDWKVLPLLLERSPNLKTLVLSGLNRYTFGRRHRFVGIQIPSSNKIKMLSIKQYQGSATELKHISHLLLKMECLELVK
VYLATEMDDLKKMQLTEDVVKLPAASSKIVEKLKAFGAKAVLERVSFLD*                              
>Atha_AT3G50080                                                                 
MGQAPSSPAEPNVRDTSLCLWSPEFLDCESIGFEDGDYDFTANLPDDCLAHIFQFLSAGDRKRCSLVSKRWLLVDGQNRH
RLSLDAKSEILPFLPCIFNRFDSVTKLALRCDRRSFSLSDEALFIVSIRCSNLIRVKLRGCREITDLGMESFARNCKSLR
KLSCGSCTFGAKGINAMLEHCKVLEELSLKRIRGLHELAEPIKLSLSASLRSVFLKELVNGQVFGSLVATRTLKKVKIIR
CLGNWDRVFEMNGNGNSSLTEIRLERLQVTDIGLFGISKCSNLETLHIVKTPDCSNLGLASVVERCKLLRKLHIDGWRVK
RIGDQGLMSVAKHCLNLQELVLIGVDATYMSLSAIASNCKKLERLALCGSGTIGDAEIGCIAEKCVTLRKFCIKGCLISD
VGVQALALGCPKLVKLKVKKCSLVTGEVREWLRERRMTLVVSMDDDETNGVGLVDGGDQRVLETVVEEEAPPVIDGDGGL
GVAGGGRLGLAILKTKLGLLAGRNLVACTLRRWSQSEATSSI*                                     
>Atha_AT3G17560                                                                 
MRSEITRETKLLFDLPQDVIEEIFSKVPVTCLRRIRSTCKRLYALLKDRGFIRKHFAKSARQYHALMLKNFRFYSVSFNP
NGTEMDVASLFNGERSLIDPYSSSEAIISQAFHCDGLLLCTTKENRLVVLNPFSGQTKWLQPQNRCKIDEAYVLGYDNSD
LCHSYKILSFPDLYEQELETIKNAGRDLDVTPEGDLELKTDDFSSNSWRRNLGVTPHGGLGLKIYDFSSNSWKKLDVITP
EGCLKSYGVSLKGNAYWVYMSKRRGVNDYSLLSFDFSTESFQHLCVPFHQEADCFGTMALSVVREEHLSLLYQSCETLKV
EIWMTKEIDTTFVSWKKFLTVDLEPHLPHLLMFSCRMSFFIDEEKKVAVCCDRDNKVHVVGEDEYRVSSGFYFLDFEGIT
CCLTVFGYVPRLV*                                                                  
>Atha_AT3G24610                                                                 
MDSVGADRSGDLVAVQVLPPSFVVLVLDEGSREVRLHSLYLLQIFSEVADVISGWLWAAVVNLFAGAFEEEFFFAAYALR
ESWFYLVVALWGKTLIEQSQKCVTMSNEAPEVEPHSKRRKKEASPSSSSGFLQSLPEAVAMICLARVSRLDHAALSLVSK
SCRSMVLSPELYQTRSLIGYAEKFLYWHHVTSMRVARVSPEVSVVDGKINVWGGCKYKHYYDWGEVFDPKTQTWADMSIP
KPVREEKIYVVDSWDVGSYYYLPSKSIWEKGNQDSKRSKDWCLIDKLIYSCGNDGGIYWCEAGELDWCDAVGIDWREVFG
LEFLSKELRESRVVYFGGKMVKVWESYKIMYNISLNLEELLPETQLTNLTELGHNVLVFWEKLECCCDGFKILEIWCAEI
SLERWEGGEILGRCDWCHPILAINLLTVDPLFYHSMVLYSIPVDV*                                  



>Atha_AT3G58860                                                                 
MDSEKMDLFSKLPDEVISHILSSLPTKEAASTSVLAKKWRYLFAFVPSLDFNDSDFLHPQEGKREKDGILRSFMDFVDRV
LALQGASPIKKFSLNVKTGVDPDRVDRWICNVLQRGVSHLALFMDFEEEYSLPYEISVSKTLVELKTGYGVDLYLWDDDM
FLPMLKTLVLESVEFGRGQFQTLLPACPVLEELMLLNMEWKDRNVILSSSSLKNLKITSEDGCLGTLSFDTPNLVFLDYY
DYVAEDYPIVNLKNLVEVGINLVLTADRINRARDNVWNLIHGIQNAEIFHISPVTFEVLSLSCEAMPVFKNLTTLNIRTV
MQQGWQAMPLLLKNCPNLETLYLGGLLHTVTNKCGDVCDCIPRKKKGRSLMACPVNKIQIQGFRGTIREVHMIKHFLDFC
PSLKEMEIIVETKEPTLFEIPKWLEIVEDTLMQYNEMSSCTINYRVLAPLYWRWTRK*                      
>Atha_AT3G16880                                                                 
MTKMSKLPNDLLEEILSRSPLYSMRAIRLTCKKWNTLAKEESFTKKQLVQTKAAKEFMVIMMMDSKFCLMNINLNKEEDV
EPSIKCNGKIINPIGMCRVYHCGGLVCITKSFSNTRDVVWNPYLGQTRWIKPRSHHAYIYAIGYETKKSCRSYKILSSEH
NYINIDDERVDYEIYELDSNSWRALDVNSNWATAFYKMDVSVKGNSYTYTDYRGDFLISFDFTTERFGPTLPLPFHSRCG
DIVALSSVREEKLAVLLHRCNISRMEIWITNKIEPNNVSWGKLFLTVDMKPLIIDDGIFFIDEEKKVVVVFDKDKEMRNR
ITAYIIGENGYFRKVDLGDSESFPVRCSYVPSSVEIKQLAKGKSN*                                  
>Atha_AT3G59250                                                                 
MDIGPKDKISNLPEALICHILSFLPIEDSALTSVLSKRWRYLFAFRPNLVFDDSVCLRPPCGHGVIPDYVTSWILNVLER
GVLDLDLQVNVNGVRLPSKVFVSKSLVRLRIESGNVRGIDVDDVFLPKLKSLYLHTIMLGKGEDCFEKLTSGCHVLEELV
LNNVYSNVWNRSVSSKTLKRLTLWCTESYDKNPHSVLFDTPNLVYLKYSDYVAAKYPKVNFSSLVDATIGLAMTSDQDAN
ASYDALVGNATDFLMGICNVQILCLSANSLAVLTFCCESIPVFNNLIQLTIKTNQSVGWESLPALLKNCPILETLVFEGL
LHMYTIKCGDVDGCLCKYSGEVPSCLSSSPVKVLKILRFGEYGIVNQIEMIKIFLETMPHLEQLTVYYNTPIGGDLIEEV
SSQLKNFAREASPNCEIQVIPDVLS*                                                      
>Atha_AT3G08750                                                                 
MASSKCLLLPSLPFELIEEILYKIPAESLIRFKSTCKKWYNLITEKRFMYNHLDHYSPERFIRTYDQQIIDPVTEILSDA
LIPDEFRDLYPIYSMVHCDGLMLCTCRKWDNSLAVWNPVLREIKWIKPSVCYLHTDYVGIGYDDNVSRDNYKILKLLGRL
PKDDDSDPNCEIYEFKSDSWKTLVAKFDWDIDIRCNNGVSVKGKMYWIAKKKEDFTIIRFDFSTETFKEICVCPYTLVTR
LGCFDGDRLSLLLQGEESQGIEVWMTNKLSDKVVSFSQYFNVTTPDLPALHLQSCMACPGYSIGKRRNIRVWCEGSVDVD
DKSYVIITFYEIDEGGVIKQIETASYGQFEYDDPFICCYVYVPSLIPIQ*                              
>Atha_AT3G19880                                                                 
MTMMSDLTQDLVEEILSRVPITSLGAVRSTCKGWNALSKERILCIGEPKQQFLGFMMLDYRLCSMRFNLHGILNEDFVSI
SMYQVETSQVFYCAGLLLCVTREKSSRLIIWNPYLGQTRWINTKTTKTGYNTYALGCDNNKNHKILKVFCDDYQCYYEIY
DVKSNSWSAFNVTDPNWHIDYDICALVNGNTYFLTKERILVEDSDEDEDEVETPEILICFDFTAERFGKFLHLPFQFDID
FGDTGGLSCVKEEKLAVLLKRYDQNVIEIWVTTKIEPNVVFWKPFLKVDIETVLGALLDFQLDSFFIDEEKKLAVVFSSN
KSKCYKTAYIIGEDRYLKEVDLGECKPLRSPIVCFSSYVPSLVQINQIAVPKRRENKRKRKSKGKGREV*          
>Atha_AT3G62430                                                                 
MDRISNLPDGVIYRVISLLSTKEATCLKYTSKNWLNLVTIIPIAVFVDSSASAISASFKDFADRIMLARLASHRIRRFSL
KLQSLNFAQYKTVNDCLRNVLECGVLDLELDINVRGDYSLPSEIFTCKSVVKMKLGSGFVIDILPKNAWLPALKTLLLDT
VRFEFDNTAGCSFTKLISACPVLEELVIDGHNCEDWKWSRRVSSQILKRLTIRRKEWVHDGSSFEPISLDIPSLEYFKYF
DTLRDSYPVVKLNSLVEAKLELPSLYIGDTYNVRNLIKGLKNVQILRLGAVDTMHLFWVFREAVPVFENLFHLSVSTHDA
ICWDDLRILLEKSPNLKTLTIEALHYHGYGDENSVCECLDGYSFLLSCPIEILKITEFGGEIEEMEQVEYVLENLLCLVL
LEIHVKTKKIDRKLQILADLLMLPRASSKCKVQVKFV*                                          
>Atha_AT3G16580                                                                 
MAHEEKRPWEFSLSLPWELIEEILSRVPPESLLRFKTVSKQWNALFRDKTFINNHKMTFRFILATKSKIYSVSIDPKIVV
RELTLDIPGLESHEIPKKLVDCDKLLLCDMEKGVVLWNPWLRHSTWIDQGSNHTRMESYGIGYNNKGSYKIFAFCDRKEN
HTQRLLTIHDSASDAWKDREPIDNSQGKQIVHNIYTKISGVSLNGNLYLVTYFETTDLVYHLIEINSSSESVVKFCDLPC
GTSNFLKDAFVLRVFEGDRFSLLKQCHATKKIEIWVSKYKINNNLDRDVEWIKFMEVSSPNLPDLVDGFDSQPSYFIEDK
RLVVCSCNETGRAWIYVFGENKLISKTQIDSVVDLWPSHWTFIPSLVPVPRAQREEPAELQV*                 
>Atha_AT3G24580                                                                 
MTKMSNLPNDLAEEVLSRVSLTSLRNVRLTCKDWNTLSKGESFAKNHLGYQAIVAAKEKEFMMVLMMDFRVYLIRVNVHN
DIESCIKPEGELISLGDEVDVSQVFHCDGLLLCITEDNEDNAKVVLWNPYWGQTRWIESTNNFHKLDMYTYALGYKKSSK
SSRSYKILRFIDFSPTCSEFKIYNINSDSWKVLDVSPDWKIDSYIRGVSLKGNTYWIARERHGYGHTFLVCFDFTRERFR
SRLPLPSQPCVLDTVSLSSVREEQLAVLFQCSSTLEMQIWVTTKIEPNAVLWNSKVFLAVDMHSLKFQFQVRASSFFIDE
EKRVVVVFDKEKRYLASSRNKAYIVGVDGTWEQVDLGMSVDKFVYPLVCSYVPSLVHF*                     
>Atha_AT3G47020                                                                 
MEKSQKQVTRPSNSRREYSKEIPIDLLIEIFSRLSTGDIARCRCVSKIWSSVPRLRDFTELFLKISSARPRILFTFLHNG
MVPSYDNEIHAPVRGFLCSKASVYNPSTGECAYPYLELLGLWDILPVDAENLAKKVCVPKVLLASEDFACRVSTLGTEEV
CWRMIQCSLPHRPFRDEICIDGVLYYLANCKGKLGILWPVPSGDQSHEVTRSFVLRILEDANKLIWSRTVYTLSFNWKKL
VNKSLYIVGMTSGGEIVLSTRHLNYPFYIVYYNPVNNTAAKNEIQFGNIANKKAENSRIYTFIDHVENVEHMD*      
>Atha_AT3G52320                                                                 
MGSSLCVAVRKKEKQKQKKTVVFLPEIPEEMLIDILIRLPAKSLMRFKCVSKLWLSLITSRYFTNRFFKPSSPSCLFAYL
VDRENQSKYLLLQSSSSSRHDHSDTSVSVIDQHSTIPIMGGYLVNAARGLLCYRTGRRVKVCNPSTRQIVELPIMRSKTN
VWNWFGHDPFHDEYKVLSLFWEVTKEQTVVRSEHQVLVLGVGASWRNTKSHHTPHRPFHPYSRGMTIDGVLYYSARTDAN
RCVLMSFDLSSEEFNLIELPFENWSRTIHMNYQGKVATCQYMRLASDGFVDVCVLEDADKSQWSNKKTFVLPISQMNFVH
GDRLVVGASRDSGKVLMRKANLLRNQHARFFLYDMERNEIARRIEIRPSLLGSFNKTNQFLKVCYTFQTK*         



>Atha_AT3G17710                                                                 
MASVKLPWDLEEEILSRLPPRSLVRFRTVCKHWNGLFSDKRFVKKHLVRARPQFIFLTESKKMYSIEIDLGGTIEVREVP
YDFHCQPMKKNFTTIMACDGLLFRDFWKQGVAVWNPWLRQVGWIEYEDKGFRFCGVGYDSCKPDKCYKILGYFNCTRRLS
DSLQEGYYQAAIYECASQAFKFIDTPNPFNLWPNKDPLSVNGNLYWLAHNHPETLEYFIETFDFSMEIFKPFCLLPCRKD
FGSNELVLAVFKEDRFSLLKQCFETTKIEIWVTKMKIDREEEVVWIKFMTLPTTNLPNLDDTYCCSSYFIFDKTIIMCCG
DYKTGATCIYMVRGDMFKKIQINSGIFQFSYCVYLPNLISVPFESHQV*                               
>Atha_AT3G49510                                                                 
MTTISDLSDDLVGDILSRVPFTSLISVRSTCKKWNALSKNQIFGRKTAARNQFLEFMILDSRVCSLRLDLQGIRNEDKED
FVDPSMKLISIPSNDDQVEISQVYHCDGLLLCIAKENSNVFVWNPYLGQTKWIRPRNTFHRYDRFALGYDNNRNHKILRF
LYDEESNESSRRTHIDVYDFSSDSWRVLDVNPDCDIPFYQTGVSLKGNTYFFGQEVTQATKVTEIETCLLCFDFTTERFG
PCLPLLFYPPCPSFETVTLSWVRDEKLAVLYNHYVTAEIIEIRISTKIEPNAVSWSSFLTVDMSLVNGLPDHFSMYFEAK
SFFIDEEKKVVVLFDSKEIKTCRYQMAYIVGDDGYFKSVNIGEKVGDRERNGSQMKTSLLCIAEDNSGLVVWNPYLCQTK
WIRLRNTFHRYDVFALGHDNNRNHKILRFLYDAKKYRTGRGRDNDVYDFSSDSWRRVFDVNPHRGELFYYSGVSLKGNSY
FFGQEVTIEEEEEEVISQPRDYLLCFDFTTERFGPRLSLPFNPPSPNFDYLTLSWARDEKLAVLYNHYNTREIIEIWIST
KIEPNTVSWSTFLTVDTSLINGLPDRFSTFYGPRSFFIDEEKKVAVFFDNKGTETGCYQVAYIIGDNGYFKSVKIGVISN
SQWQQGILVCSSYVPSLVQLQD*                                                         
>Atha_AT3G21130                                                                 
MMKKRNTVYLSEDLIVEILSRVSAVSLARLRTTSKRWNALVKDERLAKKHSAYAPRQSLVITLIDSRVYLMNVSLQYGIE
KVDLSAKLTGQFSLKDPLSNSLEEVDIRNVFHCDGLLLCSTKDNRLVVWNPCSGETRWIQPRSSYKVSDIYALGYDNTSS
CHKILRMDRSEDRIPIQTEYQVYDFTSKSWLVDGVAGGLFIPSIGTRRRGLSVKGNTYWLALTEDGPPFDMFLLCFDFST
DGFRRLSLPTDTPCTYYDVSLSVTREEQQLCMFKSHGSELWIATKMESTGAISWSKSHRFHFRIDEMTVLADQEKPVFVY
RFKPKSNMLHIVGEHIYIIQVDQHSADSKCPYLLTYVPSLVQIQQSI*                                
>Atha_AT3G56780                                                                 
MTKKVCSCINELPDDLILKILSFVSTKHVVVTSLLSKKWKSLWTRVPILKYDVRDHTRFERFLDKSLFSHQSHVLESLHV
ELSVTLWNKDIGPWIRTALHHHHCHLRELEIDACIVHTVLPPELFTCKTLVVLKLKGIVIDVEAPLTTVSLPSLKTLHID
HSSLFDFGSLQMLLSNCNFITDLMVIRESRFFFAEYDVSWCKTLMALKLEGLKDVISISSSSAVCLPLLKTLHVARMEDF
NNDSFCRLLSNCPVLSDLTLEEKTSDVLLNLDIDMPYLQRLSIITRVDADSKHIFSLMKNYTRKLAIIAPSFKYFSIQEL
AYASRYRYIVRVRLGVPSKLEDASTFSRIVHLELSICSERSVEMLVDLLLCFTKLVVLKLEHVYLLTPLGRWEPPSLVPE
CLLSSLEALEWKGYTGRYGDKDLRSNRLKRT*                                                
>Atha_AT3G59000                                                                 
MDRVGSLPDELLSHILSFLTTKEAALTSLLSKRWRYLIAFVPNLAFDDIVFLHPEEGKPERDEIRQSFMDFVDRVLALQA
ESPIKKFSLKCRIGVDSDRVDGWISNVLNRGVSELDLLIILGMTMEDSYRLSPKGFASKTLVKLEIGCGIDISWVAGSIF
LPMLKTLVLDSVWFYVDKFETLLLALPALEELVLVDVNWLDSDVTISNASLKTLTIDSDGHLGTFSFDTPSLVYFCYSDY
AAEDYPVVKMENLREARIFLLVTDNEIERVRLPINDGLEDAMDNVVLRFGHVGKLMNGIRNVEYLELSADTLEVLSLCCE
SMPVFKNLKSLAIKSTEGRGWQAMPVLLRNCPHLEFLLIEGLLHHVTDKCGDACDCVPREDKGRSLTSCPVNMLEIHGFR
GTKKEMQMIKHFLDYFPSLKEMDIYADEDGPTNLEAPGMFEQITQLFTLYDEFYTCDVQFMVRGSLYKKLTAQCCVFKEE
NLPHRLVRTLG*                                                                    
>Atha_AT3G47150                                                                 
MKFGPNTTQIYIPLDLQINILLRLPVKSLLRFRCVSKLWCSIITSHDFRNRHFNITSSSAPPRLLIAFQDFYGEKLLLVS
SPNPNVSSSSTSSCCVPYKDLSKVEINGRKVYNAVWGLTCFESRLKVGICNPSTRELHMFPQIKFKNYPDIFPCIMYFLG
YDRIEDQYKVLAIDNLPWRLEYKVVPILRASRKDKGSPNISIIVSFDVRSETYKNSNVPSKLLPMDTSDNFWTANCNCFI
GDKTLINYNGKIGVVEKPQHGRFRMWVVEDAEKEEWSMNTFYLPQSASGLDFKVMNTFYTGEICLVTEKISDPFCLFYYN
LKTNSMRSVTYEGLLHMATFKQALQFSVSYHYESLVSLET*                                       
>Atha_AT3G17490                                                                 
MMMPHLSEDLVEEILSRVPAISLKRLRYTCKQWNALFNDQRFSKKHRDKAPKTYLGLTLKDFRIYSMSSNLHGLLHNNNI
DLLMEFKGKLSSLNDLNDFEISQIYPCDGLILCSTKRNTRLVVWNPCTGQTRWIKRRNRRMCDTFAFGYDNSKSSCLNNY
KILRVCEKIKGQQFEYEIFEFSSNSWRVLDVNPNCIIEGRSVSVKGNSYWFATITKTHYFIRRFDFSSETFQKLPLPFHI
FDYNDSRALSAFREEQLSVLHQSFDTEKMDIWVTNKIDETTDWSWSKFFTVRLINRLDYPISMMMKSPLSFFIDEKKNII
LCYDKHRENTYKSLVLIVGKDKVYREFYFPESYELGRTYLCNYVPSLVQIKQSGLISTRKRKRKDFSS*           
>Atha_AT3G50710                                                                 
MDRISNLSDDLLLKIVSSLPTKDVVVTMLLSKRWKFLWMMVPKLRFDDEFELEPSYYGRFLKYVDKSMVLNRAQVLETVK
FNVGPCCSSEDIATWIRIGMVRNMRELEISHCEGYFREHRSIKLPKSLYTYEKLEVLKLASTVVLNVPIDVCFPSLKSLH
LVCVEYKTKKSHRRLLSGCPVLEELVLDKSYNSFHVRSFYVEIPTLQSLSILDTSGELYGDFTFVVNAPALKYFNFVDFY
GDLCLRDNMPEVVDVNIKVIYRNPKKLLGPLKSVKRLSLCLSPSTTLHNHMEFYQLVHLELCGDALMWWDLLTWMLQSSP
KLQVLKIYECKCEEHDYLDDPIEEHWEEPSSVPQCLLFHLNIFEWKYYNAGDEEKKVVAYILKNARQLKTATFSAASYLY
PKEERSRELNELVYMARASSSCQLLLD*                                                    
>Atha_AT3G17570                                                                 
MFTDLPRDLETEILSRVPATSLQKLKPTCKRWYTLFKDPEFLKKHVGRAEREVISLMSLRVYSLSVNLSGIHSSVEMTGM
LNSLKDSEDVKISDITECNGLLLCTTDDSRLVVWNPYTGETRWIPYKSNSPYEMYQKFVLGYDNTNKSRYSYKILRCYHG
LIDFGYEFEIYEFNSHSWRRFYDNSPNCSFESKGVTLKGNTYWFASDTEGRHIILRFDFATERFGRLSLLYQSGGYVDNV
VETGVLSAVREEKLALLYERFDELNDSSEMKIWVTNTKIVEAKDLSWSDFLVVDSSKFMVTRMTNVMSFLVDEEKKMVVV
CDTDIDQHMNRFYIVGEDIYKEVYKDIAQGWFSYWPLLISYAPSLVQIQQGKVIPGGKRKR*                  



>Atha_AT3G28410                                                                 
MAKRREKRGRRRQHRSHRKIQRIIDGADFINYMPDDILHHILSFIPTDLAMRTSVLSRRWRHVWCETPCLDIKLKHGETN
QTLTSYTAPIITSFKLVMDLNDNTVPQVDSWIEFALSRNVQNLSVFVRDFTYTKTYRFPDIFYISSSLKQLDVTLDFFDM
IPTCAVSWKSLRNLTLRFCQIPDESMHNILSGCPILESLTLDTCRLLERLDLSKSPNLRRLDINRQYRRTGPIAIVAPHI
YYLRLTYSSTPSTIVDVSSLSEANLNIISDRLLSPLTADRYQTMALEMLSKFHNVKRLTVGETILQILSLAELRGVPFPT
LKVQTLTVKTEFVRSVIPGISRLLQNSPGLKKLTLHTLQLSHDIMEMHPLKGLYPDQCWRSTCEVFPTSKEIYKMLGCND
ATSKLVASFMNLVLRNAKTLERMVVWLGGIYFNGDAPWFEEELFDMVETLSHNNNVSILLKQSNC*              
>Atha_AT3G49040                                                                 
MEQLWLFENEDRISELHEALLVHIMSSLPTKTVVATSVLSKRWRHVWKTVQNLKFVSKYHQTFSEDVYRFFMLHKAPFLE
SLDLEFSNQLDASDLGILVGIAFARHVRNLVLDLDYYSNFSQLCAARFPSGLCIYDNNKTLETLTLKHSILLYFPYRVCL
KSLRKLHLYKVHFYGKDSVYNLLCGCPSLRDLIVHRYRECMETFTIAVPSLERLTIEDSGFGYGCCYVINAPSLKYLNIR
RFKYLNSCLIEKAPELAEAKVSDVSDIENENILESLTSAKRLSIHLSPLEWWNLLTFMLEASPKLQILKLTDLNMSSTKG
NQIGQKWIQPKCVPECLLFHLETFVWTGYEWQRRDEKEVARYILRNTTSLKKATFSTKPIEPVKLKVFKKRREILNELAS
LGRASNPSDFVFESI*                                                                
>Atha_AT3G48880                                                                 
MEEEYESRRLRRWEELDTDILVRIFQKFSVFELTSGLAHVCRGWRAACCDPILWKTVDLSNMRSSFIKIPLEPYVYVERR
SDEALTRILKLSMNLSGGSTRTLIFHFNLFLSDDQLTYTAERCPGLRRVVLPAWNRIKKTGICKAIRIWKDLESLTMPSI
ANPPYLLTEIAKNCKNFKELKIMGPFEVFFANTLITCLPNIKTLSIRCSAIKREALMKILDGLPSLEVLNISHSHLVEYS
GWQPQQKVIVRELDKTIMEKTARLKKFLTCMDHKTCVMCQRTENDEGIVRWYKYEEGDWKVDEVSSLHL*          
>Atha_AT3G54480                                                                 
MELHEISKLDNKKHPERIVESKMKKRMKPYSLTSLNNLDDGCLMHILSFLSPIPDRYNTALVCHRWRYLACHPRLWLRVD
RFVKDLSQPGVFLNIESAVSAARPGDTILIVAGGNYRVSNIQIKKPLCLVGGGEIPDETTLVCARGSDSALELLSTCKLA
NLTVKAELGCCLLHRSGRLTIDGCVLQCETNPLDHLSCPIVSTAGDEDIENILSHVEVKETVTGKIKANSVTVLQTRIEG
GAKAVSTRGDLVLQRVRVMYSKAYLYFWFDVDYE*                                             
>Atha_AT3G18320                                                                 
MTLPELPKDLVEEILCFVPATSLKRLRSTCKGWNRLFKDDKRFARKHIEKAAKQFQPLTLTKNYRICPINVNLHGTTPSL
EVKNEDSEIYEFSSDSWRVIDDIIKPPHYMEYFRKCLSLKGNTYWLGIDRRRRPPDLRITLIKFDFGTEKFGYVPLPPPC
QVHGFEASRLSAVGDEKLSLLLVGDSTSNTELWVTSKIGEANVVSWSKVLSLYPKPNVGFWHGLSFLLDEEKKVLLCCKS
KGWMKEEDEDNVYIVGEDTKFILLNFGVQTIGGYSPIIVNYVPSLGQIELAGSKRKRDY*                    
>Atha_AT3G13680                                                                 
MTTMGDLPGDLVEEILSRVPLTSLRAIRSTCQKWNSLSKSQICGRKATAAENKFLGFMMKDSRVCSMKFDLQGIRNDDGE
LVEPSIKQVSKLDQIEVSQVFHCDGLVLCIIKDNTGLLVWNPYLGQTRWIHPRNNYQIEDRYALGYDNNRNHKILRIFDL
YPSSNRVFGYEVYDFSSNSWKVLDVIPEWDIQSHFRGASLKGNAYFPAQKKETVGGIKTINIEDVLLCFDFTRERFGPPL
PLPFHSYNADFFVSLACVREEQLAVLYQRWGAFETIEICVTNKIDPNTVSWSKFLITSTGFPVDTFSGSFFIDEEKKVAV
VFDLDRYKPTETCRYQIVYIIGQDEYFKSVNMGVAPNIAKNSYQAYCVPLVCSSSYVPSLVQLQINKPGKRKESN*    
>Atha_AT3G25460                                                                 
MMMPELPEDLLVEILCRVPATSLKRLRSTCKLWNHLYNDKRFKSKHCHKAPRQSLILMWKNFGFSSISINLQRVSPIEVT
GELNLIDHHSSLGMFRNSPLCQTSGLLLCVNVEKINTRLVVWNPCTGKTKWIQHRRMGYICNYALGSYQDKKSDNNSYKI
LSHGIYGGQEFEIYEINSNSWRILDVTVDSSLYIENVSLKGKTYWFATDGNDKPCDLFLICFDYTTERFERLCLPYQIPY
FRNTSLSVVKEEKLSVLLQPSLTSKTQIWVTNKIGEAKVLSWIKFLTVDLKPEIKYGIKFLVDEENKVLVYEQNFVINGK
NNMIYVVGEDNEVREVVFRVGLKPLFFYYVPSLTQIRQGND*                                      
>Atha_AT3G17540                                                                 
MRKTMVISDLPHEIESEILSRVPTKSLAKLHTTCKRWYALFRDPRFVKKNFGKSERRLMLHSNFGVYKITDDLHGILNSG
DPSLEFTSKLSNLKISEDLTITKIFHCDGLILCSTKENTRLVVWNPCTGQTRWIKPSKRYRSDDSYCLGYVNSKSSYHNY
KILRYCFYYNDQDACVSEFEIYDFSSESWRVLDDYCTREWGLFCHGMSLKGNTYFVAGEKETGFFMLYFDFKTERFERLP
LPYQSFDSEDTAVLSIVGGEKLAVLHQNIQSFSNEMRIWVTNKIDEAKDLTWSNFFLAVDYDIFNLPSVNNVTSFLLDEE
NKVAVCCDRHIDDEDKTRIYIVGVDLYKEVYKERTKGAHFNWPLLISYLPSLVHIQEKYPKDKRKGNKRRLVKRIT*   
>Atha_AT3G58980                                                                 
MDRISNLPNEIICHIVSFLSAKEAAFASILSKRWRNLFTIVIKLQFDDSVKNEGSLKDFVDGVLALPTSSRVRSCSLECR
REFDPTHYDDFNRCICALLKRGILDLKLDICAGRRYSLPLEVFTCKTLVKLELGSDFGGFVVDLVPEDAFLPALETLLLN
YIRFKDLRRCAFEKLLSACLVLKELVIHNMEWERWKWSGNISSPTLERLTISHVDLYECEFTRINLDTPNLTYLELSDAV
PDDYPIVNLDSLVEVKLDLTLMVDHKYHGYVDDNDTISSNPTNLINGLRNVEIMNLQSPNTFQAFSYFHEAIPVFKNLYH
LTITNNDTVIGFCWEFLPFVIKKCPNLKTLVIDGPLHYNEDRPKSVCHCLSGYSFLLSCPLEVLQITDYSGTPGEVEQLK
HFLEKLSGLKLVKLHSLTRFGSDKKKLLMLPRASSKCKIKHYDSLENALLPSLKTLILDSVKFYDRCGCCAFQKLLSACP
VLVESVMRNLEWEDWEWSGCASSQTLERLTIDHRYWAEHNLESFTFDTPSLTYLDYNAHVPGSYPTVNLDSLVEAKLNLG
FTTDLVEDDDDPFTSDPTNLIKGLRNVEILRLWM*                                             
>Atha_AT3G23955                                                                 
MDHEDVTRRAVEKKNKLASSLIHAPFAICGLCWAFVYQKLIYKQTYTDTHARNYKVPARFQLPDPLLTQILNHLPTEEAV
KTSVLSTRWRTLWLWVHNLELSFSKFSSFNAFLSFGNWFFDSDRVSCIESLKLSLDGNDASYLKPWIDAFVKRKIQRLHV
RLTQGCEMPLSLYAQHITTSNVGREKRGSARLKNTINTDMRMYLKSAEKSNRNFSFRLVSSCPVLEELKIDVVWMDGRVY
RVHSRSLKSFILTDLESDAKFDISLRFHKWVFNEAKTSTIHMFLAWISRVRDMTICAQTFKLIHHYSESVQLPQFGYMSS
LYITLNASDLKWFPIFLRSIPNLKSLILVMERTGSSHQLSPKAIKRVSISSVPECLLSSLEFVEFKAPICGLAPEMMLVW



YFLENSPTLKKLTLRLKSHSTKDDFVKKLLKIPRCSTECEVIFL*                                   
>Atha_AT3G61340                                                                 
MMTRRKKRSCSNQKKEEEKSERIPFDLVIEILLRLPVKSIARFRYVSKLWQSTLRGQHFTESYLTISSSRPKILFTCLKD
CETFFFSSPHPQDLSPIAANLHMSFPISCPSNICRPVRGWLCGLHQRTTKGTTVTEPLICNPSTGESVVLRKVKTRRKGV
ISFLGFDPIDKNFKVLCMTRSCIGRADSEEHQVHTLETGKKPSRKMIECDILHYPVPVEHTNGFSQYDGVCINGVLYYLA
IVHGVSDDRYPDVVCFEFGSDKFKYIKKVAGHDMEILYLGRRLNSILVNYKGKLAKLQPNMPNNVCTGIQLWVLEDAEKH
EWSSHIYVLPPPWRNVYEETKLCFVGTTRKGEIVLSPNTISDFFYLLYYNPDRNTITIVKIKGMETFQSHKAYTFLDHLE
DVNLVPIWRM*                                                                     
>Atha_AT3G58950                                                                 
MDLFSSLPDEVLCHILSFLTTKEAALASVVSKRWRNQFALVPNLDIDEEGKREREEILLSFMDFVDNVLALQADSPIKKF
SLKCKTGVHPRRLDAWARLGPVLPMLKTLIIDSAWIRCDTIETFLPTFPVLEELSMSINEWPDWDETVTSASLRKLSIFT
IGCENFSNPKSISFDIPSLVYFEYYDMVAEDYPKVNLTSVVEARISLLLDQDQIKRGRAPNNDEDDVLLRLRNGWKLMSG
IRNVQKLYISLDTLQVLSLCCKSMPVFNNLKLLSVKTAENEGWEGMPVLLRNCPHLETLVFEGLRHFVTNKCGDACDYVS
REDKGRSLVSCPVKKLQIKGFRGTIRELEMIKHFLYSFRCLEKVEIYAEEKGRTRTDLEVPGMFELIARMLRLYNEFYSC
DVQFLVRSSLDKKWTAQ*                                                              
>Atha_AT3G21410                                                                 
MAWFQHVKLYIASCINLFTKIQKPYLSMAMDSKECSLLPFELFEEILCRVPTKSLLRLKLTCKRWLALFNDKRFIYKHLA
LVREHIIRTNQMVKIINPVVGACSSFSLPNKFQVKGEIYTMVPCDGLLLCIFETGSMAVWNPCLNQVRWIFLLNPSFRGC
SCYGIGYDGLSRDSYKILRFVNGVFTKNEYANTGSYKPEVDIYELKSNSWKTFKVSLDWHVVLRCKGLSLKGNMYWIAKW
NRKPDIFIQSFNFSTETFEPLCSLPVRYDVHNVVALSAFKGDNLSLLHQSKETSKIDVWVTNKVKNGVSILWTKLFSVTR
PDLPVLLAFENLSYPVHFIDKNNRIVVCCEEVLADKRNVAVNIYVIGEDEIKSQDEIEQHQLGFSWPFISGYTYLPSLVP
VPSSEDNTPE*                                                                     
>Atha_AT3G61590                                                                 
MEAETSWTNYPYSYITYVPEAESYREQSDDEAKVETFSMDSLLPDDLLERILSFLPIASIFRAGTVCKRWNEIVSSRRFL
CNFSNNSVSQRPWYFMFTTTDDPSGYAYDPIIRKWYSFDLPCIETSNWFVASSCGLVCFMDNDCRNKIYVSNPITKQWRT
LIEPPGHKSTDYTAMSTSVNRANQAVNRANRSYSVSIVKSKQVPGNFFQWDLSIHLYSSETMTWTTLVNDVLSGWRGGNE
SVICNNVLYFMIYSTGGSDHRHGLIASNLSSIGSPSSGILMRSFIPMPCSLTCGRLMNLRERLVIVGGIGKHDRPEVIKG
IGIWVLKGKEWVEMAKMPQRFFQGFGEFDEVFASSGTDDLVYIQSYGSPALLTFDMNLKYWRWSQKCPVTKKFPLQLFTG
FCFEPRLEIAP*                                                                    
>Atha_AT3G18980                                                                 
MTIPDLCNDLVDEILCRVPARNLKRLRSTSKRWNRLFKDDRRFAREHMHKAPKEYLPLMLTSEYRICPVSINLQGDVPSV
VLKRELSLPDPDYSHQFDIGRVFHCDGLLVCNHVGKNPRYGSKIVVWNPLTGQTRWIEAGYRWKEYEVRFVLGYCYQQDE
NNSCSKKIYKILCFYPNGQDTEIYELNYSDRWTRTIPDGDLTPGWTLIYSEQTVSMNGNLYLFASEKSKPHLGVSLLRFD
FSTEKSSLCVTLPYQRPRYEILSISAVRGGENLSLLLQLDFESKTEIWVTNKIDDTTTKGAAVSWTKVLAFDLSPDLQLF
SEEVNFLLDEDKKVAVCCERWLEPQEHHRYQCRREYKITDKIYILGEDNKVDEVGSGEGEATDSLEGISQVILNYAPSLV
QIEQAGGGKTKRGDD*                                                                
>Atha_AT3G17530                                                                 
MMISDLPHDLESEILSRVPAKSLAKWKTTCKRWYALFRDPSFVKKNFDKAGGREMIVLMNSRVYSNSVNLQGINNRFDPS
MEVTGKLIKLNDSKGVDISAIFHCDGLILCTTTESTGLVVWNPCTGEIRCIKPRIFYRCNDRYALGYGNSKSSCHSYKIL
RSCCYYVDQNLSLMAAEFEIYDFSTDSWRDLGDITRDMIVYSSGVSLKGNTYWVSGSKEKGFFMRYFDFSKEVFGRLPLP
YQSFNANHTAALSAVGNEKIAVLQQKILAMSDEMRIWVTNKIDEAKDLSWSNFLLTVDYGKFNLPCLVNVTSFLLDEENK
VAVCSDVDTKDGLRSRIYIVGKDFYKEVFKDTRGSDNNWPLLLCYVPSLVSIQENIPNKAEENEIKGG*           
>Atha_AT3G17480                                                                 
MTLQSSPMSVLTEDLVEDILSRVPATSLVRLRSTCKQWNAILNDRRFIKKHFDTAEKEYLDMLLRSLRVSSMSVNLHGLH
DNIDPSIELKRELNLKGLLCNSGKVESFEVFHCNGLLLFTNTSTIVVWNPCTGQTKWIQTESANTRYHKYALGYENKNLC
RDYKILRFLDDGTNFELEIYEFNSSSWRVLDSVEIDFELDIGSQGMSVKGNTYWIVIDDHEVDGELVNCFLTSFDFTRER
FGPHVCLPFQTSWYSDVISLSSVREERLSVLFHEEDSLTMEIWVTNDITDTIVTSWSKFLRVDLYTHRFYNGVTFFIDEE
NKAAVFSEDVPDDSDDIHSIVYIIGQDRLRIVDLEDGPFWPQMFCYVPSLVQI*                          
>Atha_AT3G28223                                                                 
MESGTKKKKIDYYTEDLVVNILARLPLKSITAFTLVCKEWKSIVESQYLHELFMSHHQDSHPSWSLMCRETHKEVIAHYR
CDTWGLTQSLGSYISSFLTHKFGIHKEKVTVEAYTDVGLILVTDIYKPSGLATRIENGVVLGYKVVLMKDTTDTDDISLL
IYSSETGLWSFNTVQSPYLLKRVAWFNPVSLNGNLYWLCYNNYRDHLVVSHNLYATGTESDQCRVIEFPHLENDVYFRRA
FTTSQGSLMYMKIINEEKDDGSLGLKLCVWRLKSGKWEIVSEISPACIKSGLDYFPLAINPFDANKMYLWSEMHKCLVST
SLLKGKFRRHKKLEYSSDGRIMSFAGDWSPFEHLFNPCFSRFALPHWLHRIPSSPPTDKLRMRIRLRKRAT*        
>Atha_AT3G04660                                                                 
MKKRGRKSKKPEEKRAEYDPSSILPLELKIEILMKSPPKSIAKLGFVSNHWSSIIRGQVFTDLYMRRSLAHPRLLFSVYR
PNMQMQFFHSCSQEDPSSDHRSVSYTLNSDLRYSFSPPIGGLIFGQNNTKAMIGNPSTGQFVPLPRIKTQRKHIFSIFGY
DPVNDLYKVLCMTVRTLRGPHYFRWEDPMWEEPMTEEHQVFTLGPKQKWRMLECKYLHRHHSGSQGICRDGVMYYLASFN
DKRSLMSFDLSSEEFNVTKLPEDYILQQFGNMVDHSGKIAIVSQAYSGPMDLWVLEDVSKEEWSKVAAIVPSITDIVGND
QRVIFRGILSTGEIILSLLPTPKPPFFFLCYDPKEKTARKVVIQGIGEDYAAINVFFDHVESHMVLSKLT*         
>Atha_AT3G12350                                                                 
MATFALPFCEIPEDLQLRILSLLTPAEISSFACTSKRFASLCQEDGKIWHVMCDQRWGKKTKIQKWANGQIPYRHLYKTL



KGLENLIGFWRLCGRANPAASSPPLVFFDWGSSFILGSRVLSTGDDTYEVKKTPFLLMGISPEGRSENFLDLVGGNLRSV
DDDLKELEASNNLVSVDVNFMGNGHIMVEENRCFTNNNRREDQRSSGDESDDLISSPNFSEMYTQLANKTSPGGDRRRQK
RKEKERQASRTKWEPEHFLKVADCSPTPTRPLQGLWKGFCEGSIELYLVKYDEVGGIICRKVEDLSLSRYTPPVFWTPKH
TFIRSPFSAEEELLLNSRIHISPFAEVHENVVSGMLYMKSSCDLVLPGEPGNGIGFLRGEGRVWLYDNGTFGFGFLRDQF
IIDLKRVALEDGCLADEVEACM*                                                         
>Atha_AT3G44120                                                                 
MTLPELPKDLVEEILCFVPATSLKRLRSSCKEWNRLFKDDKRFARKHIEKAAKQFQPLTLTKNYRICPINVNLHGTTPSL
EVKNEVSLVDPHSKNSAAQFNIDRVFHCDGLLLCTSQKDSRFVVWNPLTGVTKWIELGDRYNEGMAFILGYDNKSCNKSY
KAMSFNYLDKDSEIYEFSSDSWRVIDDIIKPPHYMDYFRECFSLKGNTYWLGIDRRRRPPDLRITLIKFDFGTERFGYVS
LPPPCQVHGFEASNLSVVGDEKLSVLVQGGSTSKTEVWVTSKIGEANVVSWSKVLSLYPKPDVGFWHGLSFLLDEEKKVV
LCCKSKGWMEEEDEENVYSVGEDTKFILLNFGVQTIGGYSPIIVNYVPSLGQIELAGSKRKRDY*               
>Atha_AT3G51530                                                                 
MKNSERFSAAKPLMEQGGKSSRKPGFMSEDRISELPEVLLLQILSSLPTKLVISTSVLSKRWLSLWKMVQRLEFESSRNI
YDFAENVTRSLLSHKAPVLESLHLKVGDQFDGVYVGVWATIAFTRHVREFVLDLSSYHGPRVRFPTSLFCFDTLETLKLD
YVYIYVPCPVSMKSLRTLHLLSVVYKGDESGHNLFASCPNLEHLVLRRGFFFDAVVNFIIDAPSLKTLLLSDPFSARESS
RGYVIKAPSLKYLGIESVEGFEYFLIENVTELVEANIRNVSKIVNENILGSLKSAKRLSLDLSPLKITYPTEVMYHQLVY
LEMHTHKVEWWNLLTHMLDSSPKLQVLKLIDRETRHENLEFDKKYKDQGKWNQPKYVPECLETFMWRNCNWGREEEKEVA
TYILRNARQLKKATFSTDPIEAKRLCKLAKRRKMREELDGVVMTSNSCHLVFEFE*                        
>Atha_AT3G18340                                                                 
MASGKLPWELEEEILCRLPPGSLVRLRSVCKHWNDLYNDKWFIKKSLGFARPQFIILAGFKIYSIGTIGLDVVDPKIEAE
KWAFTRITACNGLLFRDFWNQGVTIWNPWLRQVGWIEYKEDKDFRFCGIGYDAGKPEKGYKIFGYFNRFYDTKLKIGHRF
AIFECASQAFKFIDSPEWPTLAGRGEYVSLNGNLYWTAYNEDTREHFLGSFDFSTEISMHFCLLPCAKHVSGLQDKLVLT
VFKGDRFALLKQSRISSNTEIWVTKDKINSSNNVVWLNLMTLSIPDFPSLFHQLSDISYFIHDMTLILCCDDNQTGVGCI
FIARGDLCKKIQINYVSLGFSQCVYLPSLTSVPLEFRSLQV*                                      
>Atha_AT3G61350                                                                 
MACIVEDPQRAGQSNETQIALISGVPDDISKSCLARVPREYHMAMKCVSRRWRDFVCSDEMCDYRNEFNLAESWIYALCR
DISGGVFLHMLNPFSSRRSWKRINDYPYIPMREGMGFAVLGKRLFVLGGCGWLEDATDEIYCYDAAMNTWFDVVPPLSTK
RCYFACETLDGKIIAIGGLGLNPNAKRTWDIYDPLTRTCKSCSDVNIVPEMEDSFVMDGRIYIRGGVGGSSTAVYSASSG
IWERMDDDMASGWRGPAVVVAGDLYVLDQTFGAKLTMWCKDTRMWIHIGKLSQLVMKQPCRLVSIGNSIFVIGKDCSTVV
IDVENVRKNKMNGVMVCSSIPKTWDDDIDVISCKSVAI*                                         
>Atha_AT3G06570                                                                 
MSSMLSPPVKKRKIVAPQSQSASASFQSLPDDLILSIVARVPRLYHRTVSLVCKSFRSLLVSPELYKARSVSGHTESCLY
LSIACYPDYRMFTLCRKPDQTLTTSEEEEKKKSNGYYLAPVPDPDSHPVYFSSLVTVGSDIYNIAGSHASSNVSILDCRS
NTWREAPRLGVELTSVSASVLDRKIFVVGMYADDEESESKNDFFEVLDTETHTWDPQPFNCSETKDKFLNCRTAFIDGKF
LVKPWIHRGVVAYNSKESRWEPVQTKMAMSMFNDSYCQIHNVIYLAFDGRIRWYDDALNCWGDVQGLLELGNIPHGPSCV
RLADYRGNIAVFWFRYLPDNDDYKWKMIWCAEIALERRTSWEIWGKVLWFDPVLTVPADYEFVKALAATV*         
>Atha_AT3G58960                                                                 
MDRISSLSNDIISNIVSFLSAKDAAVASVLSKRWQNIYTIVPNLEFDNTLENQGSLTDFLNGLLALPASTRIKNVSIKRR
GRDGPNRDADLNRFLCNVLKRGVLKLKLDIWVTLDGRYSLPVEVFTCKTLVELELGSILQIDLVPENALLPALKTLIIDA
VQFSDQSGCAFQKLLSSCPVLVELRMLNVQWEHWQWSRRVSSPTLEKLTMNHRYHFGNTYYDMEGITFDTPSLTSLKYYD
LPPKSYPTVNLDSLVEATISLTLPLHHAWTGKHARRGDTVPSVTNLIKGLRNVETLNLSSTDTVAAFYFSNEAIPVFENL
HRLSIATEREFCWRTLPYLLKKSPNLESLVIGGPLHYNYQLGDGYESEEIYSEDDDEEESESDDDEPICECLSDYSFLES
CLVKTVEISEYSGTKIELKHMKHFLEKLSCLELVKVFSHERDEEEHVQLRTNLLNLPRSSKCKTQFEFIPPRSSV*    
>Atha_AT3G58880                                                                 
MVDLVSSLPDDLLGHILSLLTTKEAALTSILSKRWRYLIAFVPYLEFDDSAFLNPEEGKQTREGTRQSFIDFVDRVLALH
GDSPIRKFSLKCKTGVDLDLLNQWICNVLQRGVLLIDLSMDLGHRCMFIEIFMSRTLVELKLGSGCRIAFGPEHISALPM
LKTLTLDSVSWSDSGQLERLLSACPALEALNLANVHGSYPNATVSIASLKTLTIKSVSLSGPAHVFSFDTPNLLCLNYTA
LFEDDYPLVNLEYLVEAQIKFVLTDRLIKLVSVRKNGLLMLSEVQKLIRGISSVRKLYLSPGTLQVLGQCSQAMPVFNNL
TFLVIESSMDIRWQAMPVLLKNCPRLETLVIKGGLVHCVAADCGDACTCISREEKGRSLASCPVKRLEIREFQGTLREME
MIKHFYYCFLCLKEMEIYVKDGRPQFLAPLASDSNPFKHLLGRNVIIKVHGSLT*                         
>Atha_AT3G16555                                                                 
MVLLPWELEEDILSRLPPRSLVQFRSVCKRWNALFDVKSFNKDQFARARPQFIFITDSKIYSIEIIGLDGVDPTIKLHVL
DSSGIPYREWKFAYLTITACDGRWIKWIEYENKGFNVCGVGYDNTRPEKVYKILEYLECRREESSNACYQRVAIYECASH
AFKFIDTSNKVWFISDVQRYSVCLNGNLYWLSFDDFRILCFDFSREIVKPFCLLPCRKFDKCDLLALQVFKGDRLSLLNQ
CCKTRTIEIWVTKKKIDSSNNNGSDEVVWISLLTLPPNNLPNLFIVCYGISYFIYDKTTLIIYCEDENTSAACIYIIRGD
LFKKFEIDSSAFFCYHCVYAPNFIPLPLM*                                                  
>Atha_AT3G22710                                                                 
MTMPDLPPDLVEEILSRVPATSVKKLRSTCTQWNAIFKDERFTEKHFSKAPKESMVLMLKEHRVCPDKRLVVWNPCLGET
KWIQLKVDYRRYVSKFCLGYIQNNESRRSYKILRSWYSYDDKSSPRQRDLGFEIYEFISDSSWRVLNDGNTYLLAYDVEE
NSRVVLMFDFTTERFKRLRLPHFQDVGNMDLSVVREEQLSILHWTRNTSKMEIWITNNIDTDATLLWRLHLHTQVFSRNC
VRVFSSLYIDKEKKVVLCCNVNDDATSKNIVYIIGEDNGYYTEILFLLPINIHWVLLDRNKKWYSSIFNYVPRLVQIYNG
HLLFFS*                                                                         



>Atha_AT3G18330                                                                 
MPMPNLPKELVEEILSFVPATYLKRLSATCKPWNRLIHNDKRFARKHYDNAAKEFLVFMMRKNFRIIRRGVNLHGADPSA
EVKGELTLPDPYFKNSADEFHIDRVFHCDGLLLCTSKLERRMVVWNPLTGETKWIQTHEEGDNFFLGYSQEDKNISCKKS
YKIMGFYRSGSKVWEYDFNSDSWRVLNGILPNWYFDKSYKCVSLKGNTYMLAGAVTDMGFDLSLQSYDFSTEKFAPVSLP
VPSQARSLNGANRLSVVRGEKLALLYRRDKRSKAEIWVTNKIDDTTEGAVSWTKVLELDLSRELHALFTSNFLVDEEKKV
FICCVSWKEDEDENKSNKVYIVGEDNIVKEIDSGEDATSGCEPTILSLYVPSLVYM*                       
>Atha_AT3G16740                                                                 
MVQISDLPRDLTEEVLSRIPVTSMRAVRFTCKKWNTLSKDRSFTKKHLRGARAAAKKKQTKEFQVIMMIQFRVYLYSVNL
LNPSIERIGKLISLDVEDHVDISKIFHCGGLLLCITKDISRLVVWNPYSGQTRWIKPRNSYHRLDRYALGYEEKNKSCRC
YKILRFMDDYEDDRALRLIREFEIYDLNSDSWKVVNVTPDWDVEFYHRGLSLKGNTYWFAQEKLPPLPRGRVITISDMAD
FLLCFDFTRERFGPRLPLPFHSFVEDTVTLSSVRDKKLAVLFQPCSASTVKIWISRKIEPNAVSWRKVFLAVDMKSLTGF
QFDINAASFFVDEKKKVAMVLDKDRFSYKFTRNIAYIIGKKGYFEKVDLGESTVSSCASLVCSYVPSSVQI*        
>Atha_AT3G16820                                                                 
MAISDLPRDLVEEVLSRVPVTSLRTVRSTCKKWNIISKDESFTKKHVGQANAAARESEFQVVIMTEYKVYLMSVNLHGIQ
NNVDPSIEFKCKLISLDDSDRIVDFHPVYETEIYNFHSDSWKNIVDSTPEGDMQYFKQGVSLKGNTYWFARKYVIYEGGQ
EAWVSFLICFDFTTERFGPRLTLPFDYSTKESVSLLSAREEQLVLLYHPWFTMMMEIWVSNKIELNAVSWIKFLEVNMIT
FPHYRFSFHHVSFFIDKKNKVVVVLDKDKETRSRNLGYFIGDDGYFKEVELGGSRDRNGYPFVFSYVPSSVQF*      
>Atha_AT3G23880                                                                 
MDETTREMFSPHNLPLEMMEEILLRLPVKSLTRFKCVCSSWRSLISETLFALKHALILETSKATTSTKSPYGVITTSRYH
LKSCCIHSLYNASTVYVSEHDGELLGRDYYQVVGTCHGLVCFHVDYDKSLYLWNPTIKLQQRLSSSDLETSDDECVVTYG
FGYDESEDDYKVVALLQQRHQVKIETKIYSTRQKLWRSNTSFPSGVVVADKSRSGIYINGTLNWAATSSSSSWTIISYDM
SRDEFKELPGPVCCGRGCFTMTLGDLRGCLSMVCYCKGANADVWVMKEFGEVYSWSKLLSIPGLTDFVRPLWISDGLVVL
LEFRSGLALYNCSNGRFHYPVSNSISGCRDAKVYLKTMVSPNDL*                                   
>Atha_AT3G22650                                                                 
MASCERSLLPIDIIEEICCRIPVEYLTQFKLTCKQWFALLKDKRFIYKYLDLFQEQERFIRIDRIVQIIDPVKGARSSSP
IPQEFDNVAQISTMVHCDGLLLCRCKNERSRSYKLAVWNPFLSRVKWIEPMDFYSSNDFYGFGYDNVCRDEYKLLRIFDG
EIEDESEIAGSYEPKIQIYDFKSDSWRIVDDTRVSVKGNMYWIAHWNNRPEIFIQSFDFSTETFKIVCNLPFECNVLDTA
ALSSLRGDRLSLLHQSGETMKIEVWITNKLSDEVVSWTKYVDVTSPDLPTLHTDQHLTHPSYFIDKNDNIMVWCEQETEE
ETDDDVCVSVCMISKDGIVKKQIDAGRCDLCSDNRPFVCGYAYVPSLVPVPE*                           
>Atha_AT3G20710                                                                 
MMMSNLPKDLVEEILSRVPFKYLRAIRSTCKNWYDLSKNRSFANKNIDKAAVSGEKEFLMITQFNVFWVGVNLHRSQNNS
FDLSIQLKAKIVSRDKKDDLFQKSQVIHCNGVFLCVREKMLVVLNPYWGQTKRIMPRPPFGCFDRYALGYDKSSGSHKIL
RLFGVNQNNLNIYDLSSSSWMIPDGTLERDMEYMKQGVSLNGDTYWYAKDKESIDWYLLCFDFTRERFGTPLPLPFSNEG
YTLHKGYKSLSALKEEKLAVLLWDTMVIWVTNKIEPDAVSWSIFLKLDMEPSIYCRYGNFFIDEEKKVAVVFEKDSSSWS
WMYNPNYNKAYIAGENGYFKSVNLLKSPNTLQLGHLVCSYAL*                                     
>Atha_AT3G49450                                                                 
MMKKRKRKVSKENVALTISSSVGEYGENSGTLPTDLMVEILSRVPAKSAARFRCVSNDWNSLLRSPYLTNLFLKRSSARP
HLLITFQAEGKWSFFSSPEYLISDQNSNLVVVDNHMDVPKDYSFGVCVPVCGLMCTSNEWVLSRKRDARMMICNPSTGQF
KSLPKVRSCRGNVITYIGYNPIEKQYKVLCMTIREKPFKFKAEEHQVLTLGTGKLKWRMLECSVDHYPYYHGSICINGVL
FYLAMKSESKEYMTVSFHMKDENFMFIPNQDLLSTLINYKGRLGGIRHKSFGFMDGGDVGFELWILDVVNQEWIRSIHVL
PPMWKDVVGETRVYFVGIIGSCEVVFSPFVKSNPFYIFHLDMKSNSITRVEIKGTGPLEGQAVYTFVNHIENVNLIM*  
>Atha_AT3G44060                                                                 
MDCLPDDLLVQILYLLPTKEAVSTSVLSKRWRTLFTRSDNLDFHDPISGRPEDILKSFNDFVDSSLAFQGGKHIKKFSLH
TKIKTFEYHVLDRWICNALEHGVSELHLHLMHESWPWLFSIPSKVFNSSTLVKLSLGSRLYCPSFPPDTSLPALKVLLLD
SILFRDDQLSNVFLAACPALEDLTIHHTYHPCVISSKSIKKLSLSVNSGYYGAGYILTLDTPSVVDLYYSDSPRHNAPLF
HLDSLAKVTLDLHFIENNNREVQNDADVKNLIREICNVKTLHLTCSTVEVISVYCKGGLPMFNNLVELVFSSKKEGWRVL
LPLLLENSPNLETLVLSDLHRYTFGRRHRFVGIPIPPNNQIKVLRIMQYQGSATVLKHISHFLLNMDCLEVMKVNVAAAL
DDPKKMQLTEDLLKLPTASCKLKIQVL*                                                    
>Atha_AT3G43710                                                                 
METTPKRSKTLLMSNGEERRSMTFGIEMLPDDLVLSCLARVPRMYYPILSLVSKRFRSFLTSTELYQTRNLLGSTESFLF
VCLRIVNDSNPLRLFTLCRRPNSLTKVMVPILSPDSIPKFLPDVVLVGSNIYVIGGLINNNASHKVMVMDCRSHTWREAQ
GTCVARVSPSACVLDGKIYVAGGCKNLDATMWMEVFDTKTESWEFVSSPGEEICRDLTSCESIGYDGNVYVESMKTYGLY
ELHKGRWREGQYSMSRGGSLSSQCVIDNVLYRSWSYMVEWYDSENKLWNSLKGLEKLFIVTNQYVPTKCVNYGGKLAVFW
LEKVYAKHLHQETKIWCAVITIERRKKEEIWGTREWFDLVFTTNEEMVDLTHVFAATL*                     
>Atha_AT3G17270                                                                 
MTTIPNLPDELESEILSRVPAKSLAKWKTICKRWYALFRDPRFVKKNLCKSAREVMLLMNDRVHSISVNRHGIDDRFEPS
MEFSGKLRSLIDSKDVKVSKEANLARSLNTMYAKLKSNRISKLCGGVMNHFNIR*                         
>Atha_AT3G21120                                                                 
MHLPEDLVLEILSKVPAVSLARFRSTCRRWNALVVDGSFAKKHYAYGPRQYPIVIMLIEFRVYLVSIDLHGINNNNGAPS
AKLTGQFSLKDPLSNSSEEVDIRNAFHCDGLLLCCTKDRRLVVWNPCSGETKWIQPRNSYKESDLYALGYDNRSSSYKIL
RMHPVGNPFHIESEVYDFASHSWRSVGVTTDFHIQTNESYGMNVKGTTYWFALSKDWWSSDDRRFLLSFDFSRERFQCLP
LPADVKNLHLTVVLSVTREEQQLCMFATLGAGNVYKLDVFVATKTEETTGELTWTKFRRFHSKICINVSADHEKKVLVPH



HILLPYYNILHIVGEDIYIRQVNKDGDIGCPILLTYVPSLVQIQQGI*                                
>Atha_AT3G06380                                                                 
MTFRSLLQEMRSRPHRVVHAAASTANSSDPFSWSELPEELLREILIRVETVDGGDWPSRRNVVACAGVCRSWRILTKEIV
AVPEFSSKLTFPISLKQSGPRDSLVQCFIKRNRNTQSYHLYLGLTTSLTDNGKFLLAASKLKRATCTDYIISLRSDDISK
RSNAYLGRMRSNFLGTKFTVFDGSQTGAAKMQKSRSSNFIKVSPRVPQGSYPIAHISYELNVLGSRGPRRMRCIMDTIPM
SIVESRGVVASTSISSFSSRSSPVFRSHSKPLRSNSASCSDSGNNLGDPPLVLSNKAPRWHEQLRCWCLNFHGRVTVASV
KNFQLVAVSDCEAGQTSERIILQFGKVGKDMFTMDYGYPISAFQAFAICLSSFETRIACE*                   
>Atha_AT3G57580                                                                 
MDRGKMNVSLPTDLIREIFARLPSKSVARFRTLSKQWASILRSTDFTKLFLSRSSNRPRLLFAVERYKCNEWQFFSSPQS
QNRYEKSAHLEFHSKFSGDVSHYICSYASGLLYFPAVHIVDTETIVICNPITGMYTGLPVIMKDRRSRGFLVFDPVDKRF
KAFDTHFILTLGSGELKWREKNIPCPLYERCSSNQGICINGVLYYLAKTVLVETVFGLTFLIVRFDVSSEEFKFIDAARF
NDRLKDPTRLSLVNYMGKLGVTDCNCVDAGGRRTVELCLWVLEDVEKLEWVKYVYTLPENEVLASCEFSVAGVTATGDIV
LCMKYTCKPYYVFYFNPEKKTLQTVEIQGFGAKLEEVENRGEVFAYVDYVEDLSLNDAKQLKSSISHVKSLCPCCQKLVQ
PENIGEVV*                                                                       
>Atha_AT3G22421                                                                 
MTTTISHLPTELLDEIISRVPLKSTRAVRLTCKNWDSLFKNRSFMKEEAAAKEGESRMIVLMDKNLFAMSIFFNGIDIDP
SAEQRGKLTCLYDDSEQVKISQVFHCEGLLLCVLEDDKCSLVVWNPYWGQTRWIEPRYFSRIQNCYGRYMYVYALGYNNK
SRSHKILRFIDGAFDFPFWYEIYDFDSDLWTTLDVTPQWFINFPPRGCYNRGVTLKGNTYWCAIRRKSNTNWFVDLDHII
CFDFTSERFGPLMPLPFVRYTSGSLVTLSCVREEKLAVLFCNNATVEVWITTKIETDKISWSKFLTVNMYVDLLEGSFFI
DEVKKVAMIFDIPMNRETVYIVGEAGNVKELHLGQPVDVDKHFSPLFVCSYVPSLVQIKQPPGCQRKQESSLEKRRCDDE
NISRLIAHEETYVVYGRYVPSRKKPR*                                                     
>Atha_AT3G59200                                                                 
MDFVSRDRISSLPNPVVSHILSFLPTKEAASTSVLSKKWRYLFAYVTNLDFDDSDYQDGKPKSDVELSRSFMEFVDRVLA
LQGNGSVNKFSLECSNYDVDLARVTGWILNVLGRGVSELDLSILEYPLPSEIFVSKTLVRLKLGPANDLTLTLDRKDVFL
PKLKTLYIDCVDVQERGFGFVKLLSGCPVLEELVLMNIGWENWKFCSVSVKTLKRLTFFCEETYENPKSVSFDTPNLVYL
EYSDAIASKYPKVNFNSLVEAHIGLRLTEDQSGDADFSEEDYFSEGDEKKQMVGNATDFLKGISTVQILYLSAQAIEVLT
FCCEPIPVFNNLIQLTIENNSEIRWDSLPGLLKNCPNLETLVLKRLLHKYNKACGNVCCCKRPKQPSCLSSSPVKVLKIF
LFDDNDEEDGSEMRQIKYFLEKMPRLEELVVYYNTAYDPAVLELSKKLQKIPKIASPKCKIQVISENLSLSSTVPSFLTT
RWSSLPPEEAYPWVDSPPPQIIDPMLEYGSPPEDDDSWLY*                                       
>Atha_AT3G17500                                                                 
MSNLPLDLVEEILSRVPATSLKRLRSTCKSWNNCYKDQRFTEKHSVIAAKQFLVLMLKDCRVSSVSVNLNEIHNNIAAPS
IELKGVVGPQMQISGIFHCDGLLLCTTKDDRLEVWNPCTGQTRRVQHSIHYKTNSEFVLGYVNNNSRHSYKILRYWNFYM
SNYRVSEFEIYDFSSDSWRFIDEVNPYCLTEGEVSLKGNTYWLASDEKRDIDLILRFDFSIERYQRLNLPILKSDYETEA
LSVVREKQLSVLLKRNDTLEREIWVTTNDKIDHTTKNLLWIKFLAIDQRTCYHWSCVSFFIDEEKKMAVFCDGYIGGINE
TSRRMFYIIGEDKYYRELYVGDSPIRSHRPFVFNYVPSLVQIPQATVIPKRRRQQLSLVLQRCRASKVDVWITDKIDTKE
VQWSKFFTVDVDIGGRAMLSYDSFFIDKEKGMALLCGL*                                         
>Atha_AT3G47030                                                                 
MSGMLGLSAVMGKRPKQQVTARPRKCPIEKPEEIPDDLLIDVFSRLSIEDVARCRCLSRFWSSILRRRYFTELFHKMSST
RPRILFTFLYYGKRLFYSMPQDLDPSNHYSPLPYFSISYSPISAHYQMHFPKVLGASAKVCPPILGLICCKSSKTMIFNP
STRESKFISTTKRVGVKSTSFGYDPIDKLFKVLSMSDDFVCRVSTLGTEVVTWRTVECSVPHHPLHSEICMDGVLYYLAR
RVGDETPKPYMVAAFEVRLERFKFLPMDLRCKHIGCSAVIDYKGKLAVVWLNVDRDNQRHIESFELRVLNDVDEVKWSQI
IYELPNYWNNLPADIDVSIVGMTSAGEIVLATSHIRHPFYIFYYSTVTLAIVQLRIDFGIEAPEANHCSTMSTFVNHVEN
VELACGLGLSSIAM*                                                                 
>Atha_AT3G49030                                                                 
MEQQLKTDGLNLSIRDAVKEDRISELPEDLLLQILSDIPTENVIATSVLSKRWRSLWKMVPNLTFDFTFDPKYHQTFSEN
LYRSLTSHEASVLESLQLNFTRGIDGLNIGMWIATAYVRHVRKLVLVSFGDVRDKRARFRSALFNFNDTLDILEIQDYIL
LDLPSPVCLKSLRELRLYEVHFKDEASVCNLLCGCPSLEVLSVHRERNVDVETFTIVVPSLQRLTIYDFCIGGGKGGYVI
NAPSLKYLNIVGFEGLDFCLIENAPELVEAEISDVSHIANENILESLTSVKRLSLESPIKIKFPTGKVFDQLVYLDVLTK
EREWWNLLSRMLESSPKLQILKLTGLSCIEKGLDGQNWNPPKCVPECLLFHLEKFLWTGYEWQRGDEKEVATYILENARL
LKKATFSTKRIDLENLEKRREMLNELASVARASDSCHLVFHSI*                                    
>Atha_AT3G16210                                                                 
MSKFLPEELAIEILVRLSMKDLARFRCVCKTWRDLINDPGFTETYRDMSPAKFVSFYDKNFYMLDVEGKHPVITNKLDFP
LDQSMIDESTCVLHCDGTLCVTLKNHTLMVWNPFSKQFKIVPNPGIYQDSNILGFGYDPVHDDYKVVTFIDRLDVSTAHV
FEFRTGSWGESLRISYPDWHYRDRRGTFLDQYLYWIAYRSSADRFILCFNLSTHEYRKLPLPVYNQGVTSSWLGVTSQKL
CITEYEMCKKEIRISVMEKTGSWSKIISLSMSSFISVQDRIYDYQVEFVSFTRKNDLVVTFTGYNDHFEMEPEERTKKKM
FLYKTGNERSEEVRFCNPLAGLRFLCECVETLKIVNRIFI*                                       
>Atha_AT3G26922                                                                 
MKRCLRNGNGVNEDRISDLPEALLLQILSMLPVKDVVTTSVLSKPWRSLWKLVPTLKFDYENNQSEDETYSEIVCRLLLS
NKAPFLESLHLGFRFGECRSVEVGMWIGIAYARHVRDLVLHVESVKGSFIFPTGLYNCETLESLTLRSWVLVDVPSPACL
KSLRTLRLENVDYKYDDSVYNLLSGCPNLENLVVYRGNLLEVETFTIAVPSLQRLTIYDDNDGEYCTGYVINAPSLKYLK
IDGFKALESCLIENAPELVEATIMNVSKIINEKLLETLTSVKRLSLALSPLELKFSCNNYSGHLLL*             
>Atha_AT3G49520                                                                 



MTTISDLPYDLVKEIFSWVPFTSLRAVRSTCKTWNALSKNQIFGKKSVARNQFLELMILDSRVCSLRFDLQKIRNEDEED
LVDPSMKQISIPNNDDQVEISRVYHCDGLLLCIPKDNSSLMLWNPYLGQTKRIRPKNTFHRDDSFALGYNNRNHKILRLN
EENESHIDVYDFSSDSWRTVPDDNPYRDELIYQSGVSLKGNAYFFDREVTTEAEVGTEDLLITGIEDYLRCFDFTTERFG
PRLPLPFILPSPSFEYLALSWARDDKLAVLYSHYDTFDIIEIWISTKIEPNAVSWSTFLKVDMSLINGLTDDFLIRFEPK
SFFIDEEKKVAVLFDTKVTETCRYQMAYIVGDDGYFKSVNIGVISNSHWIGGELVRSSYVPSLLQLQV*           
>Atha_AT3G24700                                                                 
MLTDLPLDLESEILSRVPATSLQRLKTTCKRWYALFRDPRFVKKNLGKAATHVIFDNRSGYSMTDINSLIHSINLRGIQN
SFDPSIGVDVKLNVLKDPRHDKISHIISHCDGLLLCKTEDYGRLVVWNPCTGQIKWIQANNMLMDVYVLGYVNNNKSCNS
YKILNFGILPLNSSHDNKSKIYEFNSDSWRILDHVSPGYFAISKAMTLKGNAYWFASDWYASDKERKFLHKFDFRSERFG
RLCIPIQKY*                                                                      
>Atha_AT5G16285                                                                 
MRIESLLQHDVVERILERLAVNSLPRFKAVSKQWKSTIESQFFQGKHLTHRQQSGDPVVLMVTVYNDDSPHVGSLLLGSR
RTRNPTTLII*                                                                     
>Atha_AT5G38270                                                                 
MYTPNDSMREEISLKVFVNHDWSKLCPDILRSILESLSSTDFHRAKTVCSDWYSNWKTCVKPLCPWRIMYVKDSLMLFKP
GEDKIYKGTNVGLSNDSYYMASSGNWLLMVDSHLGFYIFNLLTSKRIDLPSMESSIRGGKVRFEQNHEHGFNWGHFVEPS
RKVTVSKITITRESRAVLWIDERTGDFVVAWIFNYRYLFSYKKGDDSWWNWNNHWNMESLNLSFLDLAYRNSKLYIYITK
SHIKVVDFSGNDPIEVIDKNPYWEHPFRYLTKKGEYINKRRIAIQKSGDVLIILSVLAQRSKEKVLFYIFKMNLASKIWE
RVESIGDDEMLIFGHGVTIRAPVQDVGDGIKSGSICFVSDVWPPYYSPAATNWGVFDLATSIIKWSKKDSFNNRYVQTYL
FFPGFA*                                                                         
>Atha_AT5G25300                                                                 
MDTTNSSRWSELPIDILRSLLEQKGGCAIYNPDEAKDYKTKRDSSGIRFLANSVNWFLVLDSRSNLYIIDVFSEKKIDLP
PLESIKNGLYSLEQVGDEKKKEYIVVWFFDKGTEYIAFCKNGEDHYRDIPIRKNVCKELQDLYDMLLHGGNNLYISKTRQ
SIRKLRFFEEEGFIDVDNSEILPFRKISFYIDGARFSNNIAVTTSREVLLVQNFFYETTRYRSFRLYKKDPNPDLNATIN
NPYPMVELCSLGDVSASGFGDRKRSCLDMCMFNLVTKKLKRFPDLSNLKLTDARCTTTSSGNNWKFSIIVSEVIDSKFLE
LRFADLDSESQQQTKLKFSMLKSEFVDMNKEDSQIEINEKETKINQEHDQSDETQAKRRRSLTSSVWQDLVSVGGEANVK
EIDRSMETPNSSPPWSELPGDILRSVFERLSFVDFQRAKQTCPIKRSKSNCLRLWLITFGGLERLPHLSSVCFISWT*  
>Atha_AT5G41510                                                                 
MATMISNLPRDLIEEIFSRVPLTSMKAVRLTCKSWNNLSKSESFTKVHIGRAATREEKTMIVDVMPHKLNLMSIVIDDVT
PSAEFKGQFSLLHKNYRINQVLHYEGLLLCIMKDPTRIVVWNPYLGQTRWIQLRYFHRPHGIDHFRYALGYADKESCSSL
KFLRFLDYFYKAPEEEFFWYEIYDFDSGLWTTLNVTPHWGIYSTCPCVSLKGNTYWPAKERSTQGFQDYIIRFDFTRERF
GPLLALPTDRESSFVSLSCVKEEKLAALFKHRLHHDSYEYEFEIWITTKIEVEMVSWSKFLRMDMRPKMELPLTFYIDEE
KKVFMGFDHGEYPKLLFLNVVGETGFLRKFENIQYRSPCSYVPSLVQVKKLARDRLRKQRSLENRRFAQNILRLARNGKS
*                                                                               
>Atha_AT5G49000                                                                 
MSSPERKRKKRSLEPSPESTPNPSLPDDLIVSILARVSRLYYPILSLVSKSSRTLVTSPELYKTRSFFNRTESCLYVCLD
FPPDPNPRWFTLYRKPNQNITEKTKNSSGFVLAPIPNHHSHSSSIVAIGSNIYAIGGSIENAPSSKVSILDCRSHTWHEA
PSMRMKRNYPAANVVDGKIYVAGGLEEFDSSKWMEVFDIKTQTWEFVLSPLAERFIYRSLVIEGEIYIFGDKVVTYKPKE
DRWGGVGEHQSMDLGLFFHSYCVIDNVLYCYRPGGIKWYESEKRSWRKLRGLKGLSKLASSCVKLADYGGKMALLWDKYI
PCSGNKSHSISCAVVSLERCKNQGIRGKVEWFDDMLTVPSSYNFVGALAATL*                           
>Atha_AT5G49610                                                                 
MDNQKGALFPDEVILQILARLPVKSLFRFKSVCKSWYRLPSDKYFTSLFNQLSVKEQLLVAEVSDSSSLICVDNLRGVSE
LSLDFVRDRVRIRVSSNGLLCCSSIPEKGVYYVCNPSTREYRKLPKSRERPVTRFYPDGEATLVGLACDLSKNKFNVVLA
GYHRSFGQRPDGSFICLVFDSESNKWRKFVSVLEECSFTHMSKNQVVFVNGMLHWLMSGLCYILALDVEHDVWRKISLPD
EIRIGNGGGNRVYLLESDGFLSVIQLSDVWMKIWKMSEYETETWSVVDSISLRCIKGLVPGIFPICQTGEYVFLATHKQV
LVYQRRSKLWKEMFSVKGSSSLPLWFSAHAFRSTIVPCN*                                        
>Atha_AT5G41490                                                                 
MATMITNLRRDLIEEIISRVPLRSMKAVRLTCKSWNNISKSEIFTKMQIDKATTREGKTMMISVMPHNLSLMSVAVDDVD
PSVEFKGQLSFLCNQVSIHKVIHCEGLLLCFLKDHTRVVVWNPYSGQTRWVKLRYPHPPSPSKWDWFRYALGYEDKGSCR
SVKFLRFLDYLPEEPENQNVCYEIYDFDSDLWTTLDVTSHSWICYSSCGVFLKGNAYWPVVKSSSEANIDHIIYFDFTRE
SFGPPLPLPFGATDRGYSYVNLSCVKEEKLAAFFQHYISYKYEFEIWVTTKIEAEMVSWSKFLRMDLGPNIDIPITFFID
EEKKVFMGFEHREYPKRFINIIGEAKYLRKLDLQVPQGQYCCPPLCSYVPSSIQIKKPALRQKDRAK*            
>Atha_AT5G15620                                                                 
MDRFSNLPDDVIYHIVSFLSAKEATCLKFVSKNFQNLVTIKRNVVFHHWESFKNFVDGLLAEPASYRIKRFSLKLVSMDF
AQYNIVNDCLCNVLKRGVLDLELDINVKEDYILPSDVFTCKTVVRLKLGCGFVIDILPKNALLPALKTLILDSVRFYASD
GCAFTRLLSASPVLEELVIDRLNWEHWKGSRFVSSPTLKRLTLRRKEWEPEPETWTDFESVSFDTPSLAYLKYKDVIPYG
YPIVNLNSIVEARLTLPREVEYDYWLNRSADPSNLIRGLKNVEILSIKVLHTMDLLFYNFKEAVPVFENLIHLSVTSEAD
FCWDPLQILLEKSPNLKTLTIEGPLHYNFYEKLDLEAVCECLLGYSFLLSCPIKVLKITEFVGDIGEIVQMKHVLGKLPC
LELLEVHVQARRDDKKLQIMADLLMLPRTSSKCKVKVHFS*                                       
>Atha_AT5G39250                                                                 
MFSEEVLKNVFPLLEGEDLASCMGVCKQWRDIARDDFYWKCQCAKKWPSVCKRHKPPTETYYKMYQTFSKRRLNRALPPP
RLSFENLEFFIDIWSEERLVFSGLIPGVALENGIETLPLGISNVLRTHLGRPDYKMVVPAEPRFTIPLNQSVSVSVLVAR



NDSDKVARIINRSVFDYIDRSSYRALAFEYLDLSPCYPFISGIRAWISLLFMDVEDMNDDGLLDVFGIQLDFNDVADTKE
EVLWLLDMLDWK*                                                                   
>Atha_AT5G38590                                                                 
MDKINGLPDDLLVKILSYVPTDIAVSTSILSKRWEFLWMWLPNLDYTSRWCRKPGDVGLRDFIHKNLPLHRAPVIESLRF
HSNSPDIKPEDIRRWIEIAVSRHVHDLDIDHFSENENIFLSSFFACKSLVTLKLRSVTLRDIPSMVCLPSLKTLLLDNVS
FVEGKSLQELLSICPVLEDLSVYCDDYENTKELTIVVPSLLSLSLYIPDEWLLDGYWIDTPSLEYLKLEDWNSCDHLSLI
KNMPKLREAYVDAKCFLPKSVIESITSVKHLTICSKDGYGDGFVFNQLEHLTLCVCRGDSPSLLGQLLKDSPNLRILEIS
VMEDHVDDVGISLDGWNQPSSVPECLLSSLQIFKWPQYLGRPEDRDIAVYILKNARHLKKTTILADRCERFVTQRRMIKE
LLQALPARIC*                                                                     
>Atha_AT5G56370                                                                 
MDSISLLPDDFLLRILSLLPTKDVLNTSVLSKRWRYLWKLVPKLQYSLIDKNADHGTFVRFVDRSLLLSMAPVLESLHLK
LGRQCSEVDIGFWVRIAVEKGLCELDFDYEHYKTEPCRLPQSLFTCGTLTVLKLKNVSLKDVQFPVCFKLLKTLHLEYVI
FLDKETPQKLLSSCPILEVFDLTRDDDDVDNVMSFSVMVPSLQRFIYCGGSGAELVMNTPSLKYLKLSGCGYECMIGNLP
EIVEAHVEVACSTDDILTSLASVKRLLLCLPTEPELPTGTIFHQLEHLEFCSCCTEWDILMFMLKHSPKLRSLKLNETHG
YTIVSQSDPMFHWEEPSSVPETLMFVLETLEWRNYRGLKMENELASFLLKHSRRLKIATFSPADCKQVRIELRTTVGMKY
RILMELARLPRGSAECELVFG*                                                          
>Atha_AT5G56420                                                                 
MVSYRDRLSQLPDDFLLQILSWLPTKDVLVTSLLSKRWRFLWTLVPRLNYDLRLHDNTCPRFSQFVDRSLLLHKAPTLES
LNIKIGSICFTAEKDVGVWVRIGVDRFVRELSVSYCSGEEPIRLPKCLFTCSTLAVLKLENITLEDASCYVCFQSLKTLH
LLDVKYLDDQSLPRIISSCSSLEDLVVQRCPGDNVKVVTVTAPSLKTLSLHKSSQAFEGDDDGFLIDTPKLKRVDIEDYW
GGFCYIENMPEVVEANVDVIYKNTEKLLGSITSVKRLALCLITSDAAYPAGTIFSQLVHLELCTCAPRWWDLLTRLIEDS
PKLRVLKLRQKHIRRAPSPRASWKQPALPKCLLFHLETFKWELYEGSQKQKEVATFILKHAIRLKTAIISPKPTSTLLEK
HEMLKDLSSSPRGSSTCELLFD*                                                         
>Atha_AT5G65850                                                                 
MRTLRRNVTENRLTISRRRTEKKTSPNKTEKSVQIPVDIIIEILLRLPAKSIATCRCVSKLWISVICRQDFTELFLTRSL
HRPQLLFCCKKDGNLFFFSSPQLQNPYENSSAISLKNFSLCYKISRPVNGLICFKRKEMNETVTVICNPSTGHTLSLPKP
MKTSIGPSRFFVYEPIQKQFKVLLSYKSDEHQVLTLGTGELSWRIIECSMPHILGMSEICINGVLYYPAINLSSGDYIIV
CFDVRSEKFRFITVMEEFIKAAHDGTLINYNGKLASLVSERYCFVDGRSKSIELWVLQDAEKKEWSKHTYVLPAWWQHRI
GTLNLRFVGVTRTNEIMLSPCYQTVPFDVYYFNIERKTMMSVAIQGMEAFQGHLVFTYLDHVENVKLLHNMF*       
>Atha_AT5G22660                                                                 
MSNQGAIRRSGEDRISSLPDHLLSQILSNLPTENAVTTSILSTRWKDLWLSTPVLDIDIDAFDDATTFISFATRFLDSFK
DSCLHKLQISFQMEAVDMWTIIPWIEDAVKRRIQHLEVDSRIDHMIDTLPLTVYLSESLVSLRLHLVMLHRFVFVSLPNL
KVMHLEENIYSYAETMEKFISSCPVLEDLTVVRNVDEATEKVLRVSSQSLNSLKLVIDSSKCWYNDDSDDWKVVIDAPQL
VYLSLKDDQSVSFVINNLCSSAKADIKVSFNVSDIWDLEESFERSNVGKFLTGLSSLRDMTISGTTLKIICHYLKHEPMP
QFRNMTRLHAKFYVCDLEMLPCVLESCPNLKSLVLKLKGEMENEEISLSSSVPKCLQSSLENVEIIRPNYGSGEEMKLSK
YFLENSLVLKKFKLCRDCHSEEQESLVVRELMTFQRCSSACEINVVRFQR*                             
>Atha_AT5G46170                                                                 
MAVIIPRSDPPSRIHPEPPQTLEIDHFDHLPDSILLLVFNKIGDVKALGRCCVVSRRFHSLVPQVDNVVVRVDCVISDDD
SSSLSSIKSRSGSSAGSFSAIFRLVVGGIVKPLQALGQFLGTKRSSSSCGGSGSSSSSLSISGDDDGGEIEQGGVTHHSP
TQVLKNFDEIRYLRIELPSGELGIDDGVLLKWRAEFGSTLDNCVILGASSVIPPNPMRVSQACDTTTVVEAPGSGSDDNG
SIPESFYTNGGLKLRVVWTISSLIAASARHYLLQPIIAEHKTLDSLVLTDSDGQGVLCMNRDQLEELRVKPLAASSASKR
TLVPALNMRLWYAPTLELPDGTVLKGATLVAIRPSESKKEVSDISWVSSAFEEPYETAAKMLVKRRTYCLEMNSF*    
>Atha_AT5G41500                                                                 
MATTISNLPRELIEEILSRVPLRAMKAMRLTCKSWNNLSKSESFMKMHIGKAATREEKTMMVAVMPHTLALVSVVVDGVN
PSTELKGQFSFLDKEFFIYRVIHYEGLLLCILKDATRIVVWNPYLGQERWIQIRYSHRPHGVDHFKYAVGYADKVSCRSV
KLLRFLDYFHKASDKPFFWYEIYDFDSCLWTTLDITPHWGISWTYPRVSLKGNTYWPAREMNTKGFQDHIICFDFTSERF
GPLLPLPRAQGCHVSLSCVKEEKLAVLLKHRLHHDSYEYEFEIWITTKIDVEMVSWSKFLRMDMRPKIKLPLSFYVDEEK
KVFMGFDHGEYPKLFLNIIGETGFLRKLDLGVHEGHRSPCSYVPSLVQIKHPAGDKMIKQSSLEDRRFAQNSLRLAAIEK
LIN*                                                                            
>Atha_AT5G56820                                                                 
MKAPRLGSEEVSYSDRISYLPDDLLLRILSFIHTSDAISTSLLSKRWKFVWKMMPTLDLDEDSCRNIGTLRFDEGCCMFL
KSHEAPVLTSLNLKLMTPSHDIDRLLSNIKPILHEITITSYRYSTIRFPRNLNVCQTLVVMKLQDKVLVDVSFPVCFRSL
KSLHLTRVKYSCRESFTTLLSACPVLEDLDLFIGRVHYDCLNSFTIWVPSLQRLSICDESYRFRSTTFEISVPSLKYLKI
ACQDSCFKFVEDMPNLVEAHVEANQHETKNLLRFLTSVERLKDPDLTDRIFHQLLYLELHLHKRLNGDRILSLLKHSPNL
QTLKLNEKPLRSIKDQPNISVRKPNSVPECLTFHLETLEWQGYAGRPEDKEIAVYILGNALRLNTATISRYFSSSRFRHH
QKKDLKIVEELKSITKASTSCQLVLQQFIEIKYSM*                                            
>Atha_AT5G25350                                                                 
MSGIFRFSGDEDCLLGGSMYLSPGSCPGVYYPARKRLRVAATSFYSGFEEKQTSIDVLPEECLFEILRRLPSGQERSACA
CVSKHWLNLLSSISRSEVNESSVQDVEEGEGFLSRSLEGKKATDLRLAAIAVGTSSRGGLGKLQIRGSGFESKVTDVGLG
AVAHGCPSLRIVSLWNLPAVSDLGLSEIARSCPMIEKLDLSRCPGITDSGLVAIAENCVNLSDLTIDSCSGVGNEGLRAI
ARRCVNLRSISIRSCPRIGDQGVAFLLAQAGSYLTKVKLQMLNVSGLSLAVIGHYGAAVTDLVLHGLQGVNEKGFWVMGN
AKGLKKLKSLSVMSCRGMTDVGLEAVGNGCPDLKHVSLNKCLLVSGKGLVALAKSALSLESLKLEECHRINQFGLMGFLM



NCGSKLKAFSLANCLGISDFNSESSLPSPSCSSLRSLSIRCCPGFGDASLAFLGKFCHQLQDVELCGLNGVTDAGVRELL
QSNNVGLVKVNLSECINVSDNTVSAISVCHGRTLESLNLDGCKNITNASLVAVAKNCYSVNDLDISNTLVSDHGIKALAS
SPNHLNLQVLSIGGCSSITDKSKACIQKLGRTLLGLNIQRCGRISSSTVDTLLENLWRCDILY*                
>Atha_AT5G56180                                                                 
MILKKVWGSVWNRSNSGKDLVNHQRAIDVPPLLLSSSSSLGAFDQLPMDILVQILMMMEPKDAVKLGLTCKAWKCVASGN
RLWIFYLQCSQEPWDSIFFAETSLRSGYPLRMISSQSGELSFMHIYSQRAQVPGSIIIDGGSGYCKFGWSKYASPSGRSA
TFLEFGNIESPIYARLQQFFATIFTRMQVKPSMQPIVVSLPLCHFDDTESAKASRRQLKTAIFNVLFDMNVPAVCAVNQA
VLALYAARRTSGIVVNIGFQVITILPILHGKVMRQVGVEVIGFGALKLTGFLKEKMQENNISFQSLYTVRTLKEKLCYVA
LDYKAELSKDTQASVEVSGEGWFTLSKERFQTGEILFQPRLAGMRAMSLHQAVSLCMDHCDAAGLTGDDSWFKTVVLTGG
SACLPGLSERLERELQDHLPSSISNGIRVIPPPYGVDTSWHGAKLISNLSIFPGPWCITRKQFRRKSRLMW*        
>Atha_AT5G54820                                                                 
MDSIQQDRLSSLPDILLIMIISFLPLKECVRTSVLSKRWRYLCLETTNLSFKESDYVNPDITDAEYSRIVAYRSFFCSVD
KWVSITQHQVVESFEICFSHLVGFEDKIDALIEYAVSTRVKNLVVDLSNPSWRSNGDISYRHFMYTLPKSVYSLTTLESL
KIYGCKFDPSKFVNPVLLRSLSIGWVRLENLHSLLSKSPSLQSLSIKNCWGVDITSMAGQFRELVIEHSDFSYMQCAFEL
PRIHSFKYSGELFEFYFDVVNVIIPNVYLDFGEERVYDLQSQSSRISGEVISRIINDLRAAETLTVCPYILQVIPECEKP
SDLLQPMETRHLVLRTKMHTKEFNGIILLLNNCPNLETLGFDILTPCPFSATSSDEGIDPKTYWMQKRTCKSLRKTLKVV
VIRNFCGSSNELNVLRYLIRSASGAGDALERVELYVPNGMEESQAMVVFAKAEMLQRTSKHVQVLCAQLLKK*       
>Atha_AT5G38386                                                                 
MDHLSNLPDELLCHIMSFLTTKEAALISVLSKRWRNLIAFVPNLDIFDCDILHWEVRKEERDDIRQLFMDFVDRVLALQG
NSPLKKFSLCCGGGSYSDRVDCWIQNVMVRGVSELDLSMIFDTSYHMYPQVFENKKLNFEIFLRALPALEELVMNHIYWK
ELDVNVHVSVSSASLKTLTIKCIVCLHTKSFDTPSLAYLSYSDYAMGDYPVAKMENLFEARISLFVPEDDISRLMNSIRN
VRYLYFSRDTLEVLSLCCESMPVFKNLKSLSIKSVESRGWQAMPVLLRNCPHLETLVLEALLHHVTDKCGDACACVSREE
KGRSLKSCPVKVLEIKEFQGTMKEMHMIKHFLDYLPCLKEMKISYMKKNDHTTQFRVIPQVIAEMVEHYNKLSNCNVQLV
VSG*                                                                            
>Atha_AT5G62660                                                                 
MRMSAAMFSSFRCKTRSSKVMLRRGRKRRRRIEDALVAPEIPLDLLIEILTKLPAKSLMRFKCVSKLWSSLIRSRFFSNC
YLTVKTPRRPPRLYMSLVDHLLCNSLMVCHYPCESVLLSSSSSAESLEQNLTIAGMGGRNMVVLRGLILYVVCRTASIYN
PTTRQSVTLPAVKSNILAQKSHWNSLLYFFGYDPVLDQYKVVCTVALFSKRLKRITSEHWVFVLEPGGSWKRIEFDQPHL
PTRLGLCVNGVIYYLASTWKRRDIVVSFDVRSEEFSMIQGPLKVSAFSESVGFIEYGGKPAVFDYTMMKQTGLVDLWVLE
DAGKWSRKSLVLQPCQMHLVDNDIEFNVEGTTQNGEVILAPETIISPYYILFMTSKRMI*                    
>Atha_AT5G42360                                                                 
MMISEKPLGEESIRQDLEVLTVSRRLVKSVSQKLKKKIHKTEVVEDEEVARGAVNCLSISVGCRVADTGEDFEEDLSNKR
WSSASEDGKGLMTICGTEEIRLDCFSYGVRERFWKKNNRRYLADSGQDYRKHVYLPDDILEMCLMRLPLTSLLNAHLVCK
KWQSMANTQRFLQMRREGSFQTPWLFLFAALKDGCSSGDIHGYDVSQDKWHRIETDLLKGRFMYSVTSIHEEIYIVGGRS
MDRNSFKSHRGILVFSPSIKAWRKIASMRHARSLPIVGATEVTSEFSTMQTKQNRQDRRFHLSRVGGESDVYEDPHRLSV
RRQNRNSADQNGTKSHRLIRQKLDRLNRNSSKRFVLIAIGGTGIFDEPLDSGEIYDSATNTWSEMQRLPMGFGVVSCGII
CNGIFYAYSENDKLSGYDIERGFWITIQTSPIPPRVHEFYPKLVSCNHRLFMLSVSWCDEGDGQIGRRNKAVRKLWELDL
VYLTWTEVSVHPDAPMDWNATYVSDQNILMGVEMFKIFGQVLSFFTVCDILTEEASWRHVSRNQRNQKLNLSCMNKTIAL
LHL*                                                                            
>Atha_AT5G44220                                                                 
MQRQRANDTVTTFRYNTRSSSRHGISNTLRVVESKTSASSPRVRRWRKKVSDDRRSTNSDLLPMDLIKEILKRLPAKTLA
RFLCVSKLWSSIIRSRDLMKLFLTESSARPGRLFFTFRRKDDCFLFSSEESSVATYLFTIPASGYTNNCSFVHGLICYGT
TAYASQLVVYNSSTRRSITLPEIEARSFVLKHLLGYDPIDGVYKVLCMTVPRLVLQKKKKLRNNVTDAGELILAPISLPD
PPYYVIYYDPQRQSTRKVVIRGITEHNCKLLRCKKRHPCILYYVFSSQVESLMFM*                        
>Atha_AT5G62060                                                                 
MKRRSKESNYNISSQRRRYREISTREKSRYIDIPLDITVEILKKLPAKSLVRFQCVSKQWSTIIGSRRDFIDSIVARSMT
HPQQWWDVLLIFHYQSDKSSFFIFTHPLNTNQELVSIPGLTVDCYGYIRDDLFNHVFVFGYDPVKNKYKVMCLMITKSEE
FENACFVFTLRDPKKQWRNVKCGIQHHYPWLPAVCINGAIYYRATEDHGSTFFLVSFDVRSEKFDHVNAPKELIDSKDST
LINYQGKLGFVSYERSVGIWVMEDHNKQGWSKVVDSSIGSGEIVFINKMVICHDTVYVVFFLS*                
>Atha_AT5G62510                                                                 
MRLSVALISSFQWKKRSSKAIMRRGRKRRRRRQRGEDFFVAPEIPLDLLIEILTRLPHKSLMRFKCVSKQWSSLIRSRFF
SNRYLTVASPLRPHRLYISLVDHKCDSREVCHSPRESVLLSFSSPSSFDQDLTTMQGMGGLHMVTLRGLILYIVCGKACL
YNPTTRQSVTLPAIKFNIFVQGNEHSLLYFLGHDPVLDQYKVVCTFVSSSSQDLETIISEHWVFVLEVGGSWKRIEFDQP
HTPTRSGLCIGGVIYYLAFTSMFQDIVVTFDVRSEEFNIIQAPLVLSAYVDSLDFIEYGGKPAIFYHTSLKENGLVDLWV
LENAGNWSRTVLSLQPCQLHLVDNDIPLTLVDTTQNGEVVLVPSDLCSPFYILYYDIQKNHLRKVEIQAMPDHKKDGIKG
IPDFGFKLMDKSESIIHLET*                                                           
>Atha_AT5G36730                                                                 
MAMSNLPRDLLEEVLSRVPVKSIAAVRSTCKNWNSLTYGQSFTKKLYGKTMATKEKEFLVVMTMDLEVYLMRVNLHGIHK
DDNNVKSSIMQKAKLIRLNDDRVRVDDICKVFHCDGLLLCITIGIRLVVCNPYCGQTRCIKTRRDYHITDNYALGHEKMK
NSPLRNYKILVFHDKSFLQNSWFEIYNFNSDSWKVLYFTCDWKLPFSQLVVSLKGNTYWFAREMYIHGPRIDLPDFLICF
DFTTERFGPRLHLPFHSRCVDTVTLASVREEQLAVLFQDSKTLILEVWITTKIEPNAVSWSSKVFLEVNMSPLTGFQFNR
SFGSFFIVEEKNVVVVPIKGGHFKRNLAYIIGKDEYFKEVDLGVPSSYIYFSPHVCSYVPSLVQIKKDAQVMLQHHNVSA



EKHHEFCASL*                                                                     
>Atha_AT5G60610                                                                 
MDRISGLPDELLVKIISFVPTKVAVSTSILSKRWESLWKWVPKLECDCTEPALRDFILKNLPLQARIIESLYLRFRRESF
LFQDIKLWGGIAISHCLRELRIDFFSHYANPYVILPRSLYTCKSLVTLKLLGLGIRVDVPRDVCLPSLKTLLLQCVAYSE
EDPLRLLLSCCPVLEDLVIELDDANQNVKALVVIVPTLQCLSLKIPASCSDERYLIVTPSLKYFKVEDDREIFNALIENM
PELEEADIYVTQHIETLLESVTSVKRLTLRQLYNSIDEYKCRAGIVFKQLEQLELSICSDNWTKLVIWLLQNSPNLRVLN
LDADSDYERYEEYEQDNWKNIQRSVPKCLKSSLKTLEFAGYTARPEERDFLSFIFKKARCLKTSSISH*           
>Atha_AT5G53640                                                                 
MVRRKKSKQACSKGLNQRLKEDRISQFYESLLCQILNYLPTKDVVKTSVLSTRWRSLWLLVPSLELDSRDFSDFNTFVSF
CDRYFDSNRVLCINKLKLTISENEEDGFYLKSWIDAAAKRKIQHLDVQFLPQFHKIHFNLYKCEALVSLRLFEVSLDKGR
IFSFPCMKTMHLEDNVYPNEATFKELISCCPVLEDLTVIIYGMDRKVFQIEGRYDAKFVSFPCMKTMHLEDNMYPNESTF
KKLISCCPVLEDLTVIIYGMDRKVFRVHSQSLKRFSLKRVSSFLHEVALSGVVIDAPLLCSLRINDNVSKSFIVNNLGSN
DKLDLSILFGLWHFDETSVTSMRSSIDRFLPGILSVMEMTIHSPAFMLMYRYLALIPLPHLPKFSYMSRLSVTLGVSDLQ
FLPTFLESCPNLKSLIMESNSNSKRMLLNGNYHINFSSVPKCLLSSLEFVDIKSSILVYVARMKLVKYFLENSTTLKKLT
LRLALRLQYCSAKDEIVKKLRKFPRISKTCQVGIVFD*                                          
>Atha_AT5G60060                                                                 
MDSSSLLPSQWSDLPLDILELISDRLDHDSSDTIHLLCLRSVCATWRLSLPLSNKNNRLSKFPKYLPFWSSSSSSSGFFT
LKQSNVYKLEAPLNPRTCLVKLQETTPGIMRVLDLFSNDRICFLPENFPSKIDLQEFHVRLVRRTYRMEYANNGGGAVPC
FWSLHSDKVVILSSGEDSAIIAIHSGGKLGFLKSGNDEKWKILDNSWNVIYEDIMLYKDNRCIVVDDKGKTVIYDVDFKV
SDLAEGLVGGGGHKKHLVECSGGEVFLVDKYVKTVWCKSDISKSVVEFRVYNLKREEKRWEEVRDLGDVALFIGDDCSFS
VQNPAGDLAGGFIFYSDYRNGGRSRGICSDGDGVFNVDMQGDFVFSIKPNYFGP*                         
>Atha_AT5G67140                                                                 
MDEEAAIDRLPLDLLAYIFSLATSFTVLAQASGVCKKWRKAVNQSMARRETLSFAGWKMDDDSTSRLVHLAFNLKELDIS
RSRWGCHITDNGLYQIASARCVSNLNSVSLWGMTAITDSGVVQLISRTSSLQHLNIGGTFITDESLFAIAERCHQLKTIG
MWCCRHVTERGLLVLVNKCRKLESINLWGTRVPVDCFIALLTISPALQIKPMELLLNAQNPPPLLHAV*           
>Atha_AT5G56810                                                                 
MEAARSGIEDVTSPDRISQLPNDLLFRILSLIPVSDAMSTSLLSKRWKSVWKMLPTLVYNENSCSNIGSLGFDQFCGRSL
QLHEAPLLKTLTLELRKQTDSLDSSIFPNIHSTLLEFSIKSTGYPVYYSTISFPNNLDVFQTLVVLKLQGNICLDVVDSP
VCFQSLKSLYLTCVNFENEESFSKLLSACPVLEDLFLQRLCSVGRFLFSISVPSLQRLTYTKEQAYYSNDEAILEITAPS
LKHLNIFDRVGVFSFIEDMPKLVEASVRVKLSKNEKLPKVLTSVEHLSLDLYPSMVFHLDDRFISKQLLHLKLDIYDNFQ
SNLLLSLLKDLPNLQSLKLNHSHPSYNVEDQPCSVSEPSSVPECLSFHLETFQWIGYAGTFEEIAAAVYVLKNARCLKNA
TISLYSRGTENGLMMIKELESMSKGSIMCQLLVKF*                                            
>Atha_AT5G44980                                                                 
MDRDYISELPDSLLTQILLELRTKDSVKTSVLSKRWRNLWLNVPGLELFTLQFTYPDREEIFVRFMDRFMEFKCRSRLKK
FMITYVDCKGYRDRLMELIGTLVDHGLQHLYVFMHTFDRVDFKRQNIYKSKTLVSLKLHNVELKNSDFVVSLPCLKILKL
ENICHGEDGPLVVEKLISGCSVLEDLELIRPFDIRTHKVLLLLRVSSQTLKSFTLHFAIYKDRTDFSVEIDAPRLKYMTV
EQSQSDSIVVKNLSSLFSIDIGTKFNPLRHEDLRMRNVFYDFLTGISSVKHMIICLWSLQRFSPYSKPGLIPKFQNLYHL
KAQMWSSSTHLLEAFLESCPNLKNLILEYNVELDREQVDFTNVPQCLISTLEYVEIKEPNEKSTIKLVNYFLENSAVLKK
LTLRFSYSSSIYLKSYKKLLTSTKLSPTCQVIFGC*                                            
>Atha_AT5G45360                                                                 
MSVSDEEDECFARFLESEVSSVEDKEETKEPEAKRQRIEKGETKALEKDEDQKENGNKDKTDAKRIESGVFTNVPTELFR
HILKFLSSEDLVSCSLVCKFLNFAAADESLWRRLYCIRWGLTLPSRKLRESAWKKLYIDRDEQDMIELVRTCPSDFKEYY
VHMQAAKRSQAPLPSQMVDDRIILDNTVLEQVSLWKKSKGLTDKAVTGHICLGTKCSYHQIDDVFICKETGNVHVCDDNC
KEVILSPEGDLMVCTISGVCSDTLLVQTEPDADGCYEEEAELEAEVFTDKSRLARAFELGYNCDDEQELERTLRFC*   
>Atha_AT5G02920                                                                 
MEEEDHATFAVGNPSHRFDRPLIRRSSDSISNLPDEILHHILSFIPETNLVIRTSVLSKRWRHVWSKTPHLSFEWLMVSP
KLINKTLASYTASKITSFHLCTSYSYEAGHVHSSIEFAMSHNVDNLSLAFSSFPPCNKFPDFFYTSSSLKRVELRSASLT
PSCIVSWTSLRDLSLTRCNLSDKSFLKILSGCPILESLSLKFCESLKYLDLSKSLRLTRLEIERRSCFREPMQSMQIVAP
HIHYLRLRDSEAHCTFLV*                                                             
>Atha_AT5G02930                                                                 
MRFKQPSRRDRPVMFKRSKNVSVDVGVDSISDLPDAVLQHIFSYIPTELAIRTSVLSKRWRHVWSETPHLSFEWLKVSPK
LINKTLASYTASKIKSFHLCTRYSYEADTHHVNSSIEFAMSHNVDDLSLAFRRCSPFYNFDDCFYTNSSLKRVELRYVDL
MPRCMVSWTSLKNLSLTDCTMSDESFLEILSGCPILESLSLKFCMSLKYLNLSKSLRLTRLEIERISYIRAPMLSMQIVA
PYIHYLRLRDSEAHCTFVDVSSLTEANVDVSTFHPRTCYHDFDPLDPHDLLVMVQTMLKTFQKVEKLTLGVNLLQMLSLS
KIPSLPLPMLKVKTLTLETMIIRSVVPGIARLLQNLPGLKKITVYTTNPCNTEVEPCVNSYLDAQDLNPDQWWRLDDVVF
PISSEYEVLKPEIMASFMELLLANTRTLETLVVELGSCVARSRFKELFQIALTLSHDKKVSIMLKRSNG*          
>Atha_AT5G15660                                                                 
MRRRSKKIKTENNSNPETSEERNKFDEIPHDLVIEILERLPLKSVARFLTVSKLWATTIRSPDFRKSYRGGSSSEPRTLI
VSDLNFKEPNPKLHFFRPSISSPSFLSSLTCPFTYPRHEEYYYHHVNGLISVGYGTDQIVINPTTGKFITLPRPKTRRKL
VISFFGYDSVSDQYKVLCMTERLRGHPEEASSQHQVYTLGAKQKSWKMINCSIPHRPWSWNAVCINGVVYYIAKTGEGMF
RRCLMRFDLKSDNLDLCTILPEEIQTSLHDYFLINYKGKVAIPNQPNFYTYDVWVMNQEGGKIEWLKNITFTIKPRKGFV
RYLFVTGTTHTGEFILAPTSYTDEFYVFHYNPDMNSFRKIRVQAPGVKFSFAQKASVVFSDHSLLRLDNLHIRGSTHTAT



GEFILAPRFYSDDLNVIHFNPDTNSFRSTKVEVYEDYE*                                         
>Atha_AT5G14160                                                                 
MALIHKRQALNSRGVDWSELPEDVIRLVLRRLRLSDFHRARAVCSTWCRVWGDCVSKPNQVPWLILFPDPAQIRRSCMLY
NPQEEENVYTIQDLGVDPCLASCGTWLLALFSVLYRKGHFASKAEMMGYPSTDKAVVWIDEKTKDYVVACSWGGDKHAAF
CKKGDCEWRQIPPLLGCSDIALKDHKLYIYYEDGSIGISDLKFVTKTAHVQLYPFRFRLGSFSPYDTIWTDYLDWKTNIV
ITISGDFLMVGCVLKRRDLSWLFRGDQAVILDLGITVQASSDIQGITRNSTYFSGLPSSQKDVFVFNLSSQKVQRLSSSS
ISSRPFSNARWLFPTSYFTMILFPNIFVFVQL*                                               
>Atha_AT5G28180                                                                 
MISFWLIFLWLFVVLVLLFVVSLLYKTFSRKEKKLTFLSLPDEIVLNCLARISRSYYPKLSLVCKTFRTLLISNELTVAR
VQLKTYESFFHVCLKFPDKPNPSMFTLWIKPGQILTNQLEKNERSTGATRLVQIPSSYCSIVPHYLISVGSEVYGLSQHN
DPSSNMFVRNKEDLFWCNAPNMTVARAKAIGHAYNGKLYVMGGCRDDESVNWGEVFDPKTQTWEALPDPGSELRFSSIRK
IDVFQEKLYVSSNEKIDSVYDPKEGKWNVAEKSPVQCMNLGCGMIEIANYGGKLLILWDKVGLSQDKDIWCAVIALEKRD
GVDEVWGKIEWASIVLTVPSSYVFLYSLLNRI*                                               
>Atha_AT5G18680                                                                 
MTLRSLILEMRSRPHRVVHDLAAAAAADSTSVSSQDYRWSEIPEELLREILIRVEAADGGGWPSRRSVVACAGVCRGWRL
LMNETVVVPEISSKLTFPISLKQPGPRDSLVQCFIKRNRITQSYHLYLGLTNSLTDDGKFLLAACKLKHTTCTDYIISLR
SDDMSRRSQAYVGKVRSNFLGTKFTVFDGNLLPSTGAAKLRKSRSYNPAKVSAKVPLGSYPVAHITYELNVLGSRGPRKM
QCLMDTIPTSTMEPQGVASEPSEFPLLGTRSTLSRSQSKPLRSSSSHLKETPLVLSNKTPRWHEQLRCWCLNFHGRVTVA
SVKNFQLVAAGASCGSGTGMSPERQSERIILQFGKVGKDMFTMDYGYPISAFQAFAICLSSFETRIACE*          
>Atha_AT5G22700                                                                 
MSNRGDRISSLPDELLCQILSNLPTKNAVTTSILSTRWRSIWLSTPVLDIDIDAFDDATTFVSFASRFLEFSKDSCLHKF
KLSVERDDVDMCTIMPWIQDAVNRRIQHLEVDCRFSFHFEAVYLTLYLSETLVSLRLHFVTLHRYEFVSLPNLKVMHLEE
NIYYCLETLENFISSCPVLEDLTVVRIVDIITEKILRVRSRSLNSLKLVLDSSNGWFIDDIDEWKVIIDAPRLAYLSLKD
DQSASFVISNLGSSAKADIKVSFNVNDIWDLPVTFERSNVGKLLTGLSSIRDLTISGTTLMIICHYLKHEPMPQFCNMVR
LNARFYDCDLEMLPCVLESCPNLKSLVLGLLSSAETEQQSRVSSVPPCFLSSLEFVEIRSRLCRKRYVMKVARYFAKNSV
MLKKFVYVGRVSIQEEDLLALLWRYSICEIEVRGLRR*                                          
>Atha_AT5G42460                                                                 
MTIMSDLPRDLLAEILSRVPLTSLRAVRLTCKKWNDLSKDRSFLKKQIVETKKKQLESKEIEVIMMRNFRVYLTSIDIHN
NVDPSFTPKGTLISLSDDANHHQVDNVSRVFHCDGLLLCITKDLHYRLVVWNPYFGQTRWIQPRNSYHRKDNYALGYDEK
KNHKILRLKDNYYAPRERICEFELYSFESNSWKVVLDVSPDWYIPSYNRGLSLKGNTYWYATEKHVNVDFLICFDFTTEK
FGPRLPLPFNATESPTYEDVVTLSSVGEEQLAVLFQSEYTLMMEIWVTSKVESTEVLWNKLFLEVDLIAISSHFQFLAEA
GSFFIDQKKNVVVVFDKDMDEATDRDMAYVVGKNGYFKKVDIGEEAYTSCFPLVCSYVPSSEQIRQLT*           
>Atha_AT5G51000                                                                 
MSTMSDLFPDLVEEILSRVPITSLKAVKLTCKQWNDLSKDSSFTKNHYGKEAKEIQVIMICDLKACLMSVNLHNHKDLAD
PSIKQIGKLNQVEIDSVFHCDGLLLLLLCNPKDNSKLMVWNPYLGQTRWIQPRNNSHKHRPAGRFNHRPAGRFYMGYDSN
NNHKILWFSSMYREYEIYDFKSDAWTVIDVNTDQDHIIDNQRVSLKGNVYFIAHDILKEEAFLLSFDFTCERFGPSLPLP
FHCCHEDTVLLSTVREEQLAVLFQKSDAYEMGIWITTKIELNIVLWSKFLKVDMTLPNSYWFEDLSFFLVDEKKKVAMVS
ELDIETCKNYKTYILGENGYYREVDLRKSKGCVYLCVLMFQVWCKSSKVPVLARCERK*                     
>Atha_AT5G40050                                                                 
METKRVLSSSGSIDSISPLPDELLSHILSFLPTKRAASTSILSKRWRTLFPLMNHLCASLYLDDTDLLYPERQTEEEYYV
IHNSFRNFVDKTLSGCNNNSLKKFSLTYEDDDVQRMCLTTGMMSKALEQGVSDLELYIYMPLMYEPPRLLPDTVFINNTL
VKLTLGTELCLGRSPWENLEELYIHHIYIEDRDEEFNIHTAPHYIAHNIKKLTVCYNNDVQAPRILSIYTPNLVYLDYSD
YLTCLYNSENHFNDLLEARLDLAFARAGRWGDEHDTCLKIMNSITNVQILHLSCFTVENLATLHFEGSEKEYWQLLCNMI
EKSPKLETLVLEGLYGISDCEVGIDGGNMVKVVEIQEYKGRLEELNQVKCFLREMENLEEVKVNTSDEIENKLQLTNDLL
ALLPKRSSKCNIHVL*                                                                
>Atha_AT5G52610                                                                 
MISEDLLVEILLRLPVKPLARCLCVCKLWATIIRSRYFINLYQSRSSTRQPYVMFALRDIFTSCRWHFFSSSQPSLVTKA
TCSANNSSHTPDCVNGLICVEYMSQLWISNPATRKGVLVPQSAPHQKFRKWYMGYDPINYQYKVLFFSKQYLLSPYKLEV
FTLEGQGSWKMIEVENIPSPSTRGICIDGVVYYGAQTAHGLRLVRFYVATEKFGDFIEIPVGASNVYDMNFGYSKLVNYQ
GKLALLAAKSMSMYDLWVLEDAGKQEWSKVSIVLTREMFSYDLVWLGAVGFVAGSDELIVTAHDRFYQIYLVYVDLKMKR
SREVWLGGIRCSDRSSLVLTFTDYVESIMLL*                                                
>Atha_AT5G03000                                                                 
MFCSCLEIVFFLAGRHHSQFPSLPDENETNKSSDSPPTVFSSLPDELILNCLARVSRFYRPSLSLVNKEFQSLIASPDLE
ATRSRIGVTENHLYVCLESNKNNPNPRWFTLAPIPKEQKVKPIIPSFPYQHPTSSTFVSIGSEIYIIGGFVKRKRSRRVL
VLDCRSHQCRRLPNMALPRVSAAADVIDGKIYVVGGSKSKNIDNWGEVFDPETQTWEPIFPTTVDLTTQKSVFPGKLVMG
GKVYDMDGLKVNLNLNSCVVEIDNMMCQISVCKGILVWYDSEEDLVWNKSMVFDRLGLDWTKEGKTEIWCAEISLERRGF
GELWGFVEWSKKVFTYDGCDSPSDFFLHSAIVTY*                                             
>Atha_AT5G52880                                                                 
MKRYQNLKVGEAFSKNRIYPFACNELSSILNLAYSLSPKNVKALIFQDTLSAFRLLPDINTSAAVSAANLLLKSVEAVLP
KQKKNLAIVEFKQAKVALKRRSKNREEEDIDIPSLPQDILIHIFSFLEISSLVSSAQVSRSWNQATHENSLWQSQFDLHF
NHKVLIRMQSDIDWREAFKKAYIAANSSEALRSGRGYCSYCDSIVWHENLRCLNKQCRLKSGNKPLDLITTHQVVNYLLG
IESSDDESESDDEAFPGRLWKLSYVPDYL*                                                  



>Atha_AT5G03100                                                                 
MKRAGGGVDFISSLPDEILHHILANTPTKLAIRTSVLSKRWKHVWYETPSISIVCNRVDPDSLNKTLSSYSTPKIKSFDV
TISRDVTVPEIDTWINLALSRKAENVSLRFTSHYRFRDTFFINSSLKQLSLTLVYCILNPKCVVSWSSLRNLSLNRCKVS
DDSIAKILTGCSLLESLTLNLCDRLNDLDLSKSLSLRRLEILGDRWTPERIVAPHIRYLRLENYQRPSTLVDVSSLTEAN
LGLSKHVLDYFTCEMETESLQYMVRQTVVKLQNIKKLTIGGIFLQILSLAELCGVTLPVFQNSISKL*            
>Atha_AT5G39450                                                                 
MNQMRNGDLGSESFGTCLLLSLPEDVIAVIARFVSPRDICNLSLCCKSLCDVVDSERIWLVQCEVVKVLPLSEIIQWRIG
ISSYKALCWFLGEVMKPLVGVWVHQNPELGNVVYVMPGFLSVVGCRIIPQEVGPLGIEEARVMWSPVFEIICGFDGSAKF
FLHGRDGKVQCCLHPGFVRGIEKSCNVLLLEVETRREKKLCNEIDETVLLVETGVQLPFRKLPFSYRRNLLHIVTSTVGI
PVPDLSSEKLFPTSKDDEAVLLERRTMLLKMHKFGGDWNHMNLEDECTNIPNQVDINKSWKHLGFEGDIRNMDAENQTQR
KSFSRYFRSGIKHILGRSSSSKNMSSSRSETRPLNLQKFLNFGDSIGLSLKASNIKLSSYQGWPNMDETRYALYKLPIKD
PIANDEYAGLWGGTFGWPPGKCTEDKPGKAFFLLMLSYEESQDGTERLLIGTKILEGTHYGMHPNGSAMFVIKIDSPSFE
GFPFDTNGEDFEHSYAGEGTAKGYGFRYPGYKPGTLFVTSKGLLMFIWKATKAVLTLQRLNLGELLRKGVCVSPLPPCLN
FAYLIKCHTNVFAPERRRS*                                                            
>Atha_AT5G42430                                                                 
MNGEENSDSIPIDLILEILSRLPAKSITRFHCVSKLWGSMLCRPYFNELFLTISSARPRLLFAFSKHGEWRFFSSPQPQN
PYGKSSFVATADFHTKFSQNLNICNYTSGLVYFSAMWITKADVICNPSTGHYAMLPKLLLTYGETRSFFLFDPVGKQFKV
LLMNKINNNETKDIHILTLGTRKVRWRKIQQCPLIHIVSHEWICINGALYYIAYNIDDFLGYIVCFDVRSEKFKCLNLNQ
DCFSERSTKLIYYKGKLGVVNLKYAHGGGFPLKLCMWVLEDVEKQEWTTSVYTLRDEDRVVKVYYDLFIVGITATGEIVL
AKKKVCKPFYVFYFNLERNTLLSVEIQGFGEYQSCCSVHAFVDHVEDLNVYAFVEHMKKTYEYDATSISPSEQKL*    
>Atha_AT5G02700                                                                 
MAKRRERRGRRQHRSHRRIQRIIDGADFINYMPDDILHHILSFIPTDLAMRTSVLSRRWRHVWCETPCLDITLKHGAMNQ
TLTSYTAPIITSFKLVMDLNSNTVPQVDSWIEFALSRNVQNLSVFVRDFTYSKTYRFPDIFYLSSSLKLLDVTLDFFDMI
PTCTVSWKSLRNLTLRFCQIPDESIHNILSGCPILESLTLDTCRLLERLDLSKSPNLRRLDINQQYRRTGPVAIVAPHIY
YLRLTYSSTPSTIVDVSSLSEANLTIISSLLSPLTADGYQTMALEMLSKFHNVKRLTVGETLLQILSLAELRGVPFPTLK
VQTLTVKTEFVRSVIPGISRLLQNSPGLKKLRPSTMKMHHLKGLYPDQCWRSTCEVFPTSKEIYKMLGCNDATLKLVASF
MDLVLRNAKTLERMVVWLGGIYFNGDAPWFEEELFDMVETLSRNNNVSILLKQSNC*                       
>Atha_AT5G48990                                                                 
MSSPEKKRKKNQKSSPNPSLPEDLIVSILARVSRSYYTNLSVVSKTFRSILTSPELYKTRTLLGKPETFLYVCLRFPDEA
NPRWLILYRKPNQTLTKKKKKKEDSSVHLLAPIPILNSPTVEWSSLVAVGSYLYAITADIKDSPCSNVWYLDCRTHTWLD
SPRLRLAHINSDFNGRTYFPGSSEKPDSLNCVEVYNTNTQTWNPVPPQKRKLKFGNMEGKIYIPPCQENHRKAVALNPKV
LTWEAVGLGTNLDRGSFCMIGNIAYCYDPSGKFRWMNCNTAEGDWSRLEGLEGLPKFARYSTVKLAEYGGKLVVLWDKYV
AASGYKEKMIWCAEISLEKRNSEEIWGKVEWFDAVLTVPKSYKFVCAKSATV*                           
>Atha_AT5G18780                                                                 
MQGRVRGSGEDRISILPEPLLCHILSFLRTKDSVRTSVLSSRWRDLWLWVPRLDLDKSDFSDDNPSASFVDKFLNFRGES
YLRGFKLNTDHDVYDISTLDACLMRLDKCKIQHFEIENCFGFCILLMPLIIPMCHTLVSLKLSFVILSKFGSLSLPCLEI
MHFEKVIFPSDKSAEVLIACSPVLRDLRISQSGDDAVEVLRVCSASLKSFTLKRTDHDYVGNGEYTVVIDTPRLEYLNLK
DYQCQGFKIVSMSEYVRVHVDVVFEVIGGTVLSKRNIICDFLSCVSNVRYMTISRRSLEFIYRHLELKPRFKFHDLARLR
ATMFSNSSPEMLPVILETCPNLKHLTLELVHDSLVTEGTSGLLTVLPRCLISSLASVDIESPITDKATELKLVSYLLENS
TTLKKLVLRLNQSCRDKYEPGLLKQVLQSPRCSSLCQLVIL*                                      
>Atha_AT5G25860                                                                 
MDTRKVKSSSRDAVNCLPDEILAKILSYLPTKRAVSTSLISKRWRNLFALMIQLFESQHHLYLDDSDLVYPEEGKGEMKD
VQESFGDFVDKTLTDCNTIKKLSILCPLKCCAHKDIDQWLHHAMERGVVDLDMRFKMGFTPTQNEWPCNVFTIKTLVKLT
FRIEVGQNKMPYCPKGVLPVLKSLFLHAIWFACERLCHSMLPGCPILEELFLHDLRGYRYNDSPNFSISHKTLKRLTVHF
NNSFELGRPMQFDTPSLLYLEYSGFAPCRYSRTSYLNSLVEVKLDVHIRHECNTHMHLSPIIDWIGNVKTLSLSPASVKM
MYSRCVELHVFSNLVKLYFESNEKEGWEVLPRLLNKSPKLETLVLKGLHCASDHGVCVDRNEVKVLEIYGFSGCGREVRQ
VKCLLREMQFLQVMKVEIDAHDDNKKLRVINHLLDLPKRPSKFHIQFL*                               
>Atha_AT5G25850                                                                 
MMGRKNSKQVRYSNRLILINRLSQLSDPLICQILSHLPIKEVVTTSVLSTRWKNIWLSVPSLELIYSIFPNFNTFRSFGD
RFFDSTRVSCIHNLKLYFDEHDACYLTSWINAFVTRNIRRLYVRRVRGNYFHELPLSLYVCETLVSLKLFHLTLVDPEFV
SLPCLKIMHLNYVWFPNDATFERLVSSCPVLEDLKIDVLWNDGRVYRVKSRSLKRLRLLRSSTMVFDSVPGVVIDAPLIC
YLRINDRVSETYILNDLESNAKLDIHLDFGSEDFGEPSVSSRRSRIRSFLPAISKVMGLKISENTFKVIHHYSNLAQLPQ
FDNTSRLHVTLRVSELKWLPNFLECCPNLKSLIVAFNGDFEKMGSEEMNQISFLLRMKRIVDMTIFMYTSKVLLHSDNIN
QLSFSSVPKCLLSSLQFVELNAQILRFDGEILNLAKYFLENSSILQKLTLHPNKYGSTYANMLHKFRRRSRTCQFILTDL
E*                                                                              
>Atha_AT5G02910                                                                 
MITGDSIDGMDFISSLPDEILHHILSSVPTKSAIRTSLLSKRWRYVWSETPSLSIDCRRADPNSIDKTLSFFSAPKITSF
HLHTTLLNRIDSVNGCIEFAISHNAEKLSLESRDYRVRNYKFPDFFYTNSSVKQLFVDSGSVHLIPRCTVSWTSLKNLSL
SNCTLSDESFLKILSGSPLLESLELLYCAEYMCLDLSQSQHLRRLEIDRSDWFMGPTKIVAPHLHCLRLRHSRLPCSLVD
VSSLTEADLNIYFGDLKTVTAGFLQHNVVKMLQMLQNVEKLTIGGTFLQMLSLAALCGVPFPTLKVKTLTLETMIIRSVI
PGITKLLRYTPGLRKLTIHTVKCSSISELHLNDYLRKHSLNQRQCWRSKDSVFPGSLETISMLASKHAESNLVALFMERL
LKSTKSLETMVVLLVDYLDALGFEELLAMATTLSHNNDVSVLIKRSYIKYVSNTFPQR*                     



>Atha_AT5G39560                                                                 
MLLPFPATMISEVEQPKEKRSLSSEPPSLMSLPYEIIENILARISKWSYPNLSLVSKSFLSLLSSPQLYKTRSEIGTTEP
CLYFCLESANHSSPQWYTLWMKPDETLTGTGTIHDYSLIPLPSSSPVLRTSTVAVGSEIYVIGGHFNRSSSVRIFDCRSN
TWRDGPNMTVARSDPVAVLIDQRIYVLGGREMDESDDWFEVFDIKTQTWRALPSFRAGLELRRYIVWPNRYFPRLGDSQT
AVRLINVNPNALEGKLYVAAQINDYTYEPKDDTWKVVSKSSIRRVKVWCVIENVMYACHDVFLRWYDYEDRRWREIQGLE
ELCYHPTRGFSGAERIVNYGGKLVVMWRPVQSDGKDKIEIWCAQIALEKRSKDEIWGKIEWINSVLTVPKLCDLCYSCVV
VSI*                                                                            
>Atha_AT5G18160                                                                 
MDKQDEKKQGTTKSSSTLTTRCSHGNHISQSNSIPLDITIEILSRLPAKSIVRSRSVSKLWSSITTTPEFIKHRSKKTSP
PCVLLIFRKHDKLIVFSSPQHQNTYSHVQDYHIEIPKNGFIRRLDSVHGLICLEGSKQLVICNPTLKRFFPLPEPQGTGD
EYNVGGFLGYEPIEGKYKALCIVRGWNTQVLTLEIQESWRVTKPGYTHWPTKDTGRCINGVIYYKAIIFDRVPRHVIFGF
DLRYEEFTHIEFPMRNYDRFLMVSYEGRLALISSTSSVVEIWSLEDAGNRKWSYEQFHLCLPPNTSLKGVIDAGELIYTG
FSLNRSFCVVYFDPKKNNIRETKFQGIADNQIWQPDRLGFDLVNDFYVLPNHIESFISF*                    
>Atha_AT5G22730                                                                 
MLYEGYLKYMKAKYGERSQGTYFMAGEDLISKLPDSLITQILLYLPIKDIVRTSSLSSRWKSLWLLIPRLDLDSEEFQDY
NAFVGFMNKFIDFSGEEKICLDKLKLSSRKTVNDLPCVTRWIDFVVRRKLKHLDVECLVNRKFLEEMPLSLYVCDTLVNL
RLHRVLLGKFEAVSLPCLKTMRLEENVYANDVVLESLISSCPVLKDLIILRMFEDNVKVLRVHSLTLTSLNIDFNFGEGD
DFVDGFDKKVSGVLIDAPRLKYLKFQDDLSGSKIITNSGSLAKVNVVYVFNENDCADVVDIPRRNMVRNFLTSISGVSDM
KISQHFVEFLYYYKDFDPLPQFCNLSRLKAEISLYFLEILPTILESCPNLKSLVMVLEFYLQEEDEPIIFSSVPRCLVSS
LESVEIKKFNGRPAKMEVARYFLENSGVLQKLVLHLRCSTHEDGFYILKDLLALPRGSSTCRIVVC*             
>Atha_AT5G15710                                                                 
MERLGFWGLLMGSVEKSLDSGNSLACSASAKNGDEESSTSSKQVSPLKGSGSRNTSPLGRVGSRNTSPSRQKVVKTKPRG
LEEETVASFGKQVVADVQMEDGIWAMLPEDLLNEILARVPPFMIFRIRSVCKKWNLILQDNSFLKFHSNVSSHGPCLLTF
WKNSPQIPQCSVFSLPLKTWYKIPFTFLPPWAFWLVGSSGGLVCFSGLDGLTFRTLVCNPLMQSWRTLPSMHYNQQRQLI
MVVDRSDKSFKVIATSDIYGDKSLPTEVYDSKTDKWSLHQIMPAVNLCSSKMAYCDSRLYLETLSPLGLMMYRLDSGQWE
HIPAKFPRSLLDGYLVAGTQKRLFLVGRIGLYSTLQSMRIWELDHTKVSWVEISRMPPKYFRALLRLSAERFECFGQDNL
ICFTSWNQGKGLLYNVDKKIWSWISGCALQSCNSQVCFYEPRFDASVL*                               
>Atha_AT5G67250                                                                 
MGQAPSSTAESNGRELDLRLWSPVIVAGGESMAVGNVVDRDFTGDLPDECLAHVFQFLGAGDRKRCSLVCKRWLLVDGQS
RHRLSLDAKDEISSFLTSMFNRFDSVTKLALRCDRKSVSLSDEALAMISVRCLNLTRVKLRGCREITDLGMEDFAKNCKN
LKKLSVGSCNFGAKGVNAMLEHCKLLEELSVKRLRGIHEAAELIHLPDDASSSSLRSICLKELVNGQVFEPLLATTRTLK
TLKIIRCLGDWDKVLQMIANGKSSLSEIHLERLQVSDIGLSAISKCSNVETLHIVKTPECSNFGLIYVAERCKLLRKLHI
DGWRTNRIGDEGLLSVAKHCLNLQELVLIGVNATHMSLAAIASNCEKLERLALCGSGTIGDTEIACIARKCGALRKFCIK
GCPVSDRGIEALAVGCPNLVKLKVKKCKVVTGEIGDWLREQRRTLVVSMDGDETEAVVVVDGEVETVVEEPRVAQAGGIV
AEIGSSNGGGGSRLAMIRSKLGFLAGRNLVTCTFRRWSHNDNASSST*                                
>Atha_AT5G38390                                                                 
MDLLSNLPYELLCHILSFLTTKEAALTSVLSKRWRNLIAFVPNVDIVDHDIRELFMDFVDRVLALQGNSPINKFSLDCSG
VDSDRVDCWIQNVMVRGVSELNLSIFVDSVFEDDYNLFPKVFENKKLVKLGLSYISWLDGSIFLPMLKTLVLESVLLSVE
KFEILLHALPALEELVMNNIYWKERDVVDLIVSSESLKTLTINFIVCTHTLSFDTPILAYLSYSGYVVDDYAEAKMENLF
EARISLLVVEGDISRVRALINNDLLEDDEYDVLQFENVWKLMNGIRNIRCLYLSPNTLEVLSLCCESMPVFKNLKSLSIK
SAENRGWQAMPVLLRNCPHLETLVLEGLLHHVTDKCGDACDCVSREDKGRSLTSCPVKVLEIKGFQGTTKEMNMIKHFLE
YFPCLKELKMYMEENDPAQLRVPEVITGEMMERYKKSSSCNVQLLVGGKLYKKWTP*                       
>Atha_AT5G37040                                                                 
MVPKKLPLDLEEEILFRVPPRSLHCFRSVCKEWNALSRDKRLINKNFACAPPEFILKTRSNIYSISVNLNDDNPTINVRD
LCFGDHLRGQHSLYGTCDGNFFLYDHFHEGGGCMVVDPKRVTRLLRERVLSVYKGDRFSVLEQSKKTRKIEIWVTKNKIG
NGDDGDDVVWIKFMTISRPDFPMVLISHPSTNYFVENNIYGKAFVLSCPTKKPKAAWIKIDGVVFAKSDQSSVFVPSLIT
IP*                                                                             
>Atha_AT5G38810                                                                 
MESRKTFDSIPDDLFVEIALRLSSKSIARCRCVSKLWASILYRQDFTELFITKSSARPRLLFAVLKASGLIFYSSPQSQN
PSLEVDFHNHMKFHEDMNLYMCSYVSGTENLKWRKMICPLTHEPYYGRALSINGVLYYFARTSCFLVVSFNVRSEKFKFL
DGKDFSNFHREFINYKGKLGVTKLECDAGDGHPRELCVWVLEDVEKQEWSQYIYSLPKIKDLSIDDSKQLKSKPQQRRHV
KNKQAILLQNKYDLLGNSE*                                                            
>Atha_AT5G27750                                                                 
MPGFDRISELPESLITQILLCLPTKDSVKTSVLSTRWKNLWLNVPGLDLTCSDFPFEDEEYEQVFINFIDRFLEFNPESR
LQTFEVDYKRREIRGFKDRIGTAINRGIRLLDAVSSTMYWEEECIMYPYLEFMPLNLFTSKTLVTLKLRDSALNDPGLLS
MPCLKFMILREVRWSGTMSLEKLVSGCPVLEDLTLVRTLICHIDDDELPVTRVRSRSLKTFYVPLAYGVGCRSRVPDKVL
EIDAPGLENMTLKEDHFDGIVVKNLTSLFMIELNIKFAVDYRRSFDPEDLSKRNEIGDFLTGISRARHMIISQKTVKALE
SYSKVGSIPKFNNLSHLKAVFPSPLLPFLPAFLESFPNLKNLILKIAFAKDDETEELNLINVPRCIVSTLECVEIKGLFE
WEEEEMKIARYFLENAAVLKKLTMSFIDYPRYASNSDVYEDLDKLTKRSQQCRIIVDDE*                    
>Atha_AT5G26960                                                                 
MSENCNSRHFSWLMKSCLPNPSDAKSLVQIHQPSSTAANSSATIASLPDDLLLECISRVPSSSIPSLAVVCRRWSRLLHS
PYFLHLRRRLGLLRHSLFAISTVDSGLFAADLQFQSEIASWKVSLAVSSRSVGVDGSYGSLSHARAAAIGPRVYVVSRNA



VLRYDSWMGTLNLRSPMIFPRKKFAIAVVSGKIYVAGGGGGSEVAAAVEEYDPELNRWEVVTQSARKRYGCIGAAVDGVF
YVIGGLKIGNETSRAVAARAYASSMDLFDVESRQWLRSRSVPGGGCVVAACAAVGYVYVLTSHAVELSFWRFDARRRGGN
SGFGEWQRLKSPPLPAQVRLDGTVRFSCVGVEDKVAVVQVVGCIDDLLRRSGRGERGIRESLVLLYDTTEGEWRRAADLP
EMITRAACACVEW*                                                                  
>Atha_AT5G38680                                                                 
MSSPEKFSPAPESNSNPSLPDALIISCIARVSRLYYPILSFVSKSFRSLLASPELYKERSLLNRTEGCLYVCLYLNPFES
PSWFTLCLKPDQALSSETSNKKKSSGYVLATVSIPHPRLVQRSSLVAVGSNIYNIGRSISPYSSVSIFDCRSHTWREAPS
LPVELVEVSAGVLDGKIYVAGSCKDGDSLNLKNTFEVFDTKTQVWDHVPIPYNETKHNIYSKSLCIDEKWYVGAKRKVVS
YNPKKGIWDLVESEMCSYKSSYDYCEIENVLYSVEKTWRGTVFRWYDTELGRWRKLEGLNMPYSGTGDRGGKKMIWCAVI
TLERRKNSGIWGNVEWFAHVLTVPKTFVFQKFLAATV*                                          
>Atha_AT5G38396                                                                 
MDLLRNIPDELICHILSFLTTKEAALTSVLSKRWRNLLAFVSNLHIDDSIFLHPEEGKRDRNEIRQSFLDFVGRILALQG
NCPVKKVSIKFLFKLDSDRVDGWISNVLARGVSELDLSIDLCMDEYFLLSSKRFESKNLVRLKLHRLCIGQREKTVGWLA
GEIFLPMLKTLELDYVGFYGDLLFLRALPALEELVIVDAFWFTTFTDVTVSNPSLKTLTMSSNIYSGSISFDTPSLVYFS
HFKYVAKDYPLVNMENLLEARINLGVTEGQIRRAREPNNNDEVVLRFPNVGKLMNGIRNVQCLDLSANTLEMLSLSCESM
PVFKNLKSLSIKSAENRGWQAMPVLLRNCPHLETLVLEGLLHFVTDKCGDACDCVSREEKGRSLTSCPVKTLEIKEFHGT
MEEMYMITHFLDYFPCLKELKIYIEGNDHAQREVSEVIAEKIKLYNKSSSSNVQLMVSGYHE*                 
>Atha_AT5G47300                                                                 
MTRKYIYIYIYIILKVRARVGANNKTLINNQSHLIEMRNTLMLSDLPGDLLEEILCRVPATSLKQLRSTCKQWNNLFNNG
RFTRKHLDKAPKDFQNLMLSDSRVFSMSVSFHGIPSVEATCELSLIDSFSSFEDKFEISQVFHCDGLLLCTDADNTRIVV
WNPCTGKTRWIEPNNRCYYYAFGSYLDKSYGNSYKILSYSGYGYENQELAIYEINSQSWRFLDVTRDCILERYTDYGVSL
KGHTYWFASDEKEKNLSVFLVSFDYTTERFRRLRLPYQCPDYNTASLSVVREEKLAVLLQRENTSRTEIWVTSRIGETKV
VSWSMVLAVDFPSELFILSGISFLVDAEKKFVVCCDNYFGEDEYDTKNLVHIVGENNKVREVNFGVSESSWPFLFNYVPS
LIQIWEGVGGKRKRVE*                                                               
>Atha_AT5G66830                                                                 
MASPLLPGPPDQRRNLDWCWSKLPSDLMQFVFDRLGFADFQRAKSVCSSWLSVSRNSQPNNQIPWMIRFPKDNNHCLLFN
PEEEDKMYKTPNLGNDFAKSSCIASYGSWLLMQPESEYMEEDLDHQCNNLYILDLLTRERINLPILQPEFGLTCPILWTD
EKSKDHLVIGMAHEELAISFKKGDSSWKQIPTLSGIEECFSMVFKDHKLYCLSNYKLKVFDFSGDIPVKVFKTSVSKLLN
NPLCISMRMRLPGIPMKDQLNHFKDDMVVTLAGHVLIVKCHRPSLSKIWSFEIYKMEGNNNKWEKTVSLGDETILLDLGI
TVLAKDMQGIKANSIYFSNPTPYFKDQYDENEIFIFDLDSNTVEQPHRSVSSSFPRSRARWFLPCFKRESYFLQ*     
>Atha_AT5G41630                                                                 
MSKMKDFGGGRDIISDLPDALIGHILSFLPTIEAVATTVLAKRWKPLLSFVHSLDFDDSLCLHPAKTNEEKRTNATSFMR
FVDGVLALQGNARINKFRLNGKHIINERWVLDWIQNVLKRDVSDIRLYVSSCSDGFDSSFYHLPPEIFVSQTLVTLIIMF
EGDINISVGREVSLPKLKTLHLYHFKIKLSTFNKLISGCHALEELMMINWKWDESSEPEPCFVTIYLPNLKILEYCRFER
YDEANDKVSLLFHNPKVVYLEFFDSIADRYQQVSFGSLVEARLGIRLTYDQVYNHLETEYYVSSKEKSNVTNLLTGICNV
KILYLSDETLEVFGCCRDTIPVFSNLIELTIQTKPHIIWKPLPAMLNNCPNLITLIFEGMHHIYSDRCEDEDGCLCRYPT
NFVGGVVARPCLSSSPVKVLKILNFGEICDVHEDDEDDDDDDDDEDEEFVYCLRE*                        
>Atha_AT5G36200                                                                 
MAMSDLPNDLVEEIISRVPVKSIRAVSSTCKNWNTLSNDHSFTRKLFGKTITTKENECLVVMMMDSKVYLMSVNLHRIHK
ENDDNNIKSSIMHKAKLISLNDDDILNNTYIIFHCNGLLLLLGFTDDGIKLVVTNPHLGQTRWIKPRKANYQFCDKYAIG
YEKKKNNSLRTNKMLLFHKESFCFRIYWFEIYNFNSASWNVFYFTRDWELPYSQGVSLKGNTYWFAREINIRGERIDDPP
DFLICFDFTTERFGPRLHLPFHSHSDDTVILSSVREEQLAVLIKRFDLWRMEIWVTTKIEPKEVSWNKLFLAVDMIPLIT
AFQFCNVSFFIDEKKNVVVVLGKDVLNTRNIANIIGNDGYFKQVDLGESTNKYCYPLVCSYVPSSVQIKQATRVMHHHHI
VLRAVVRAVRDSDRERKLNNGREHKISRRTRIHERILFRMLKLDEEAIGIRSRSVPRDRYQQGFASSPCRA*        
>Atha_AT5G18770                                                                 
MVNLMRKFAKSIGRPGTEFWRGEDMISALPDHLLCHILIFLSTDESVLTSVLSSRWRNLWKWVPRLDLNTSDFPYPNDVT
CAAFIDKFLNLYNESYLREFKLRIDQANFRSNVSLYEPCLGVVIKKPNVRHFQVESDLLEHWCTSEIRLTLSACQALVCL
KLHLVWLNDFESLSLPCLKIMYLEDVVFPSDAAAETLISCSPVLEDLKLSLHRDDVVVVLRVYSQSLKSFTLKRAVPVYA
INGAHTVLVDTPRLVYMSLIDYQFKSFKIISMSDYVKVDLDVDFELMRDELSERNIVYDLLNNFSGVRNMTISWTTLKFI
HRFHDMNPLPKFRDLTRLRATMSSDASLEVLRIVLESCPKLKHFHFTLELVNDFPEAVITGFSRVLPRCLVFSLESVEME
SPITEKATELKLVRYFLENSATLKKLVLLLNHESTGEKHEPGVLKQLIESPRRSSLCQFEVLAVPPNPEPWWIYVKPQRF
L*                                                                              
>Atha_AT5G25290                                                                 
MDTLIIVGSMVTLWSEIPMDILRSVFERLSFVDLHRAKIVCSHWYSCSKQSFLRKTRSPLVILFSDDGDCTLYNPEEARV
YKSKRDLSRYRFLANSGNWFLVLDPRSNLYIIDLFSEKKINLPPLDSFKGYKYNLKKVGARKFKELVSEYPTSFHHHAKD
LRGLLWVDEKKEEYVVVWYFRNKYTMDSLAFCKNGEDHYREMPTHYGLHDISDMVLQRGDHIYLSTSCKYLQKLDLSRQE
GIRTKNDDIISRYQLPCRPTNYKLVYDAKCWCSYNIAVTSSGEVLFVLSIFSQSTRRRIFFLYKEDPNPSPSEVIYKNLV
EVDSLGDEALLLDLGITVPADSDLGIEPNSIYFTRHDRVANQKRSSPDICVFNIVTKTLKRFPGLSSLKDARWFLPS*  
>Atha_AT5G52460                                                                 
MAERCQRIDEEVVASRDEISSLPDDLLIQILLLVPIKDAVGTMILSKRWRYVWTLLPKLEYSDPGDECESVDVGKLVANA
VDRFVRKLELELHWTAEPTSLPKSLYTCKTLVELTLSDKIIVDVPSSVCLPSLNILRLFYVVFKDENSLERLISSCSVLA
RSKVGLAISDNRDYRFAKVHKLRLEKPHIDVVCHTDDKFLKAISLVTYLVLPLEDPMALDFRGFTFTRLGKLVICPHGHL



WLDIIPLILNNSPKLRFLAITSVMDIDPEISHCHGTNQGTVPRCLSAHLDEEFVWHGYRGNEEETQLIRYIFANAKCLKK
VTVTSIWEHFQSSILKREISTFHLEEREVIETVLKSMPRVSTTSTLVFK*                              
>Atha_AT5G60560                                                                 
MTMMSDLSEDLVEEILCRVSITSLGAVRSTCKGWYVLSKTRVLCKAETKHQFLGFMKKNYKLCSMRFDLHGNFNEEGGEE
FMNPSIKKSGNLLDQLDICKVFQCDGLLLCVTKEENTRLVVWNPYSGQIRWIKCNNSYHRYEGYAIGYNNNRKHKILRFS
DMSFSTYKIYDFISNSWRVLDIAPNWHINPDQRGASLKGNTYFFAREKREDEEDEDILWQPVEYLLCFDFTTENFGQLHP
LPFEQYIDDAGALSSFGEEKLAALFQSFASSVVEIWVTSMIEANAVSWIPFLKVDMKPHCSFRFRLPFDGGSFFIDEEKK
VAVVIHVDVVAESEMNRYEDVAYIIGENGSYVPSLAQINQSVEFENEREEEEAN*                         
>Atha_AT5G57360                                                                 
MEWDSGSDLSADDASSLADDEEGGLFPGGGPIPYPVGNLLHTAPCGFVVTDAVEPDQPIIYVNTVFEMVTGYRAEEVLGG
NCRFLQCRGPFAKRRHPLVDSMVVSEIRKCIDEGIEFQGELLNFRKDGSPLMNRLRLTPIYGDDDTITHIIGIQFFIETD
IDLGPVLGSSTKEKSIDGIYSALAAGERNVSRGMCGLFQLSDEVVSMKILSRLTPRDVASVSSVCRRLYVLTKNEDLWRR
VCQNAWGSETTRVLETVPGAKRLGWGRLARELTTLEAAAWRKLSVGGSVEPSRCNFSACAVGNRVVLFGGEGVNMQPMND
TFVLDLNSDYPEWQHVKVSSPPPGRWGHTLTCVNGSNLVVFGGCGQQGLLNDVFVLNLDAKPPTWREISGLAPPLPRSWH
SSCTLDGTKLIVSGGCADSGVLLSDTFLLDLSIEKPVWREIPAAWTPPSRLGHTLSVYGGRKILMFGGLAKSGPLKFRSS
DVFTMDLSEEEPCWRCVTGSGMPGAGNPGGVAPPPRLDHVAVNLPGGRILIFGGSVAGLHSASQLYLLDPTEDKPTWRIL
NIPGRPPRFAWGHGTCVVGGTRAIVLGGQTGEEWMLRYWSFRGERLSGGTLVLLIFFKSFFFFLPH*             
>Atha_AT5G53635                                                                 
MISQLPDPLICHILSHLPIKDLVTTRVLSTRWRSLWLWLPCLELNSLYFPDFNAFVSFGDKFFDSNRVSCINKFKLYIYG
YDVGVDDPSYLTSWIDAAVKCKIQHLHVQCLPAKYIYEMPLSLYICETLVYLKLCRVMLDDAEFVSLPCLKTIHLEYVWF
PNEANLERFVSCCPVLEELKIYGCGNENAITLRLLSRSLKKLSINILKSMCDFHSEVVIDAPLLSYLKINDNVSERYIVN
NLESNAKLDISLPFGLLDFDEASVSSRTDSIHSFLRGILKVSDMTIWVDTFKLICKYSELESLPRFGYMSRLHVTLCIYD
LKWLPTFLESCPNLKSLILVCVGDNDEMLSEEMIQFGSSLVPECLLSSLEFVDIRIPFRGHLEVMKLVRYFLENSAILKK
LSLDHDIFKKLFTIPRRSTKCQVVFI*                                                     
>Atha_AT5G48980                                                                 
MADSQRLSTASGVKDGQPPWKKKKLSNDTTSNPSLPYDVILIILARVSRSYYTNLSLVSKSFRSILTSPELYKTRTLLGK
TENFLYVCLRFPDEANPRWFTLYRKPNQTLTDHTTKKKKKKKKKEEKSSVNLLAPISILNSHPVEWSAIISVDHYLYAIS
ADIEKAPYSNVPYLDCRTHTWNEAPRMRLAHTNSEFEGIVYLPGSFESPDSLNCVEVYNTMTQTWKPVPPEKRMFKLENL
EKKIYYKSFHLDSRAGKGLSLSYKSKHLTCGLVVLDTVDSYLRSSCMIENIAYFYRKGNFIWRGLDGKILVYGKIEGLEG
LPKFSRYSSVQLAEYGGKLVVLWDKYVPASGYKEKMIWCAEISLEKRNGKEIWGNVEWFDAVLTVPKSYKILCATAATL*
>Atha_AT5G15670                                                                 
MMRRRNKKTKTVISNPETLEERNKFDEIPHDLVIEILGRLPAKSVARFLTVSKLWATSIRSLDFIKSYPLGSSSKPRTLV
ASKQVVANPSTGRTIPLPRVKTRRTIATSFFGYDSVSDQYKVLCMTVKAYGDLRDESSQHQVFTLGAKKKSFRMIDTSII
PHRPCSNGVCIDSVVYYVAKTGAGMLHLCIMRFDLSSEILDLFTSLPQEIRPPS*                         
>Atha_AT5G50220                                                                 
MKRGSEEIKEETSPLPAKHFQRREVSIAEDIGIPIDLMVEILKKLPAKSLIKFQCVSKQWSSIIGSSRDFIDSIVTRSLS
QPSRDILISFSTTLTNSLKQISSSFPLRTLDILTKNQSYTEAAIYNPTTRQSLSLPETTAGHSHVSTSFLGYDPFKNQYK
VICLDNYKRRCCHVFTLGDAIRKWRKIQYNFGLYFPLLPPVCIKGTIYYQAKQYGSTYVLLCFDVISEKFDQVEAPKTMM
DHRYTLINYQGKLGFMCCQNRVEIWVMKNDEKKQEWSKIFFYEMAGFEKWHIARATPSGEIVFVNRLLLSCQTLYVYYYG
PKRNSMRRVEVEGTKYRRKHLVHICPVPDHVENTMRL*                                          
>Atha_AT5G56400                                                                 
MNLIRFLLVFQGKIQMNESRKKLNCQSRQFNVDKISDLPEDLLVHILSLLPTTNDIVATSGVSKRWESLWTKVHKLRFND
RIYDGKRYDSFLHFVEKSLILHKAPTLVSLRLSVGPKCTADDIGLWIKLALDRNICELIIKHYPDHGHIRLSRRLCDSKT
LVSLKLKNAILGAIWLPTCFISLKTLHLRYVKYSGDESVRTLISSCPSLRNLVVKRHNEDNVKRFAIIVRYLQSLTVYLS
PLHGVADSDAYVINTPNLKYLNIKDHYTDLCSFEDMPYLDEANLDVAFTHTENFFESLTSVKKLSLCLKKSNAQYPEGII
FSQLDHLELCTCDDSKWLNILAMLLPDSPKLRVLKLNDKNHDFVDKYCSCTWNQQPSYVPECLTKSLEIFEWRNYKATFR
ERDVAVYILKNSTCLKKTVISPKLKISGEICDHHIIREDLASLFMGSSSCELKFD*                        
>Atha_AT5G48170                                                                 
MSSEKRVGMVEKSNNKRQRVNQVPVFSINDHHDVLVEILRRLDGSSLCSAACVCRLWSAVARNDSIWEELCFRQVSPRPS
LSLRSVVSALGGYRCLYFLCIRPVLARLPKLLWTRDQLQLSLSLYCVHYYERLYVGAWLGDAPPSSLIFLRKPVNVV*  
>Atha_AT5G51250                                                                 
MSSLPDDLLLSIFARISRLYYPTLSLVSKSFRSLLASPDLYKARSLLGHTESCLYVCFHFDSGPNTHWFTLCRKPDGTLT
NDTSKKKKSNGYVLATVPIPHSPPANFSSLVAVGSDIYNIGGSIYLGPSSSSVSILDSQSHMWREAPSLRVELMSHSASV
LDRKIYVAGSYKDGNGDSNSCKNLFEVFDTKTQVWHPEPIPCSKTKGIFYSKSACIDGKFHVETTHGVVYAYKEGRWDKA
IPTMFGMRASYSFCEINNVLFYIHRGVFRWYDTKLRMWRILKGLLGLPSLPENMFVRLADYGGKMAVLWEEDRPSCGAGG
RDEMMIWCAVIALKRHLNFSFWGKVEWFDHVLTVPKQHVFVKALTASL*                               
>Atha_AT5G44940                                                                 
MEEFDYISEFPDCLLTQILLNLPTKDSVKTSVLSKRWRNLWLNVPGLRLRTFDFPVFPYPYEEGFVRFMDRFMEFKCRSR
LQKFMITYFEHNGYRDRLMELIGTLVDRGIQHLYVYMHTCNRVDFIRQNIYKSKTLVSLKLYNVELKNPEFVVSLPCLKI
LKLENIFHGEDGPLVVEKLISGCPVLEDLELIRPFDDNVGYGSLTAPKYSRNRDIIGDFLTVISSVRHTIICYSTSKMLY
SYSKQLGPIPQFHNLYHLQARFSSSSLQLLPTFLESCPACPNLKNLIMEFPFEPKNIDFHKVPQCLISTLEYVQIEELIL
KEKSGIKLVDYFLENSAVLKKLTLSFTYHSKKKQDPESYKKLLTSTKLSPTCQIIID*                      



>Atha_AT5G53840                                                                 
MVKTEICGKGSSQGSEEERLSQLPDHLICVILSHLSTKDAVRTSILSTRWRNLWQLVPVLDFDSRELRSFSEFVSFAGSF
FYLHKDSYIQKLRVCIYDLAGNYYLTSWIDLVTRHRIQHIDISVFTCSGFGVIPLSLYTCDTLVHLKLSRVTMVNVEFVS
LPCLKILDLDFVNFTNETTLDKIISCSPVLEELTIVKSSEDNVKIIQVRSQTLKRVEIHRRFDRHNGLVIDTPLLQFLSI
KAHSIKSIEFINLGFTTKVDIDVNLLDPNDLSNRSMTRDFFTTISRVRSLVIRHGTIKDIFHYMELEPLQQFCYLSELSA
VCSISNLEMLLNLLKSCPKLESLSLKLVDYEKNKKEEVMSSTVPPPCLVSSLKFVKLESQLLGCGTELKVARYFLENSTI
LEKLTLKIDYMYKDEANVNHIRQTLHAVPRCSSTCEVVIHSLLY*                                   
>Atha_AT5G02980                                                                 
MNESSESPPPSRTFSSLPYDIILNCLARVSRYHYPTLSLVSKEFQSLIASRELYATRSRIGKTERFLYICLNLTKSNPKY
RWFTLPPVPNEQKLLPVPLFTYHLNSSTVSSTDSEIYIIGGLVWGNRSKKASIFDCRSHQTRRLPKMRFPRASAAAHVID
GKIYVIGGGEIRGEVYDPTTQTWLTTPVDHTTEECQKVYDKHGVNICFVEIDNLLCQTFVFNGKLYWRHPRGDDFGWARV
KGVEQELFRNHLSYVDKSGGGRRVTVWWKSVVVFGCQGLGYSTEFDTEIWCAEISFERRGLKELWGFVEWSRKVFTCKGC
DSPTDFVMDSVLVTY*                                                                
>Atha_AT5G56440                                                                 
MDRISLLPDDVVFKILSFVPTKVVVSTNLLSKRWRYLWKHVPKLDYRDPSLVDTEHWRASRFVDKFLLLHEAPVLETLHL
SLSRNCPPSDIETWISVAISRRVRNLHIYRYIPSTGPIRLPRSLYTCETLVSLYLLLDFTVDDAPFMFCFRSLKVLVLLF
AKFSSDEIVNRLLSGCPVLEGLILIRRNDNVKNFTIAAPSLQRLIAIDCRSQVPGDDVGFVIKAPSLKSLTLLNFSPHSG
FRSLVKMPDLVKASIKVRHGDSKMFMGCLTSTKRLALCLQPPLDSCPIGVFNQLVSLSLCTCSLGWCRLILNHTPKLRVL
RFEQRQAKFYQLLDPLKRCCSSSVDVQTQWEQPSSVPKCLISSLETVEWIDYKGREVEKKVVMYLLENSRQLKTMAIRSL
KSTNDNEKLKMLQELSSIHRICTKCGLSFT*                                                 
>Atha_AT5G43190                                                                 
MFRLRAHGKKPITITTTTTTTASTFLYWSPESSPTALSSPTNLDPNIWSNLPNHLLEHILSLLPFKTLLTLRSISRHLRS
LILSPSFISDHSFSLPSFLLLSHPQSFNSFPLFNPNLISWCTLPLPRSLSLTCASSLLSSSNGLLCFSLSPSSVSSLSIF
NPLTRSSRSIKLPCYPFPFELLSLVTSPKGYKIFTLCSSSSAASSRSVCLYDSGDRSWRKFGGVDQVLPRGFNQDGVFYN
GSLYFARSEPFLIVSVDLNDGKWTTATGDGVFPADDEITFARLVSDPEKKILYMVGGIGSNGICRSIKIWEFKEETESWI
EVETLPDIVCRKFTSVCYHNYEHVYCLWHKEMICVCCYNWPEILFFHVGRRTWHWVPKCPSLPEKWSCGFRWFSFVPSLS
ASV*                                                                            
>Atha_AT5G42350                                                                 
MMISEKPLGVEESIRQDLEVLTVSRRLVKSVSQKLKKKIHKTEVVEDEEIARGAVNCLSISVGCRVADTGEDFEDSSNKR
WSSASEEGKGLMTICGTEETRLDCFSYGVRERFWKKNNRKYLADSGQDYRKHVYLPDDILEMCLMRLPLTSLLNAHLVCK
KWQSMANTQRFLQMRREGSFQTPWLFLFAALKDGCSSGDIHGYDVSQDKWHRIETDLLKGRFMYSVTSIHEEIYIVGGRS
MDRNSFKSHRGILVFSPSIKAWRKIASMRHARSLPIVGATEVTSEFSTMQTKQNRQDRRFHLSRVGGESDVYEDPHRLSV
RRQNRNSADQNGTKSHRLIRQKLDRLNRNSSKRFVLIAIGGTGLFDEPLDSGEIYDSATNTWSEMQRLPMGFGVVSCGII
CNGIFYAYSENDKLSGYDIERGFWITIQTSPIPPRVHEFYPKLVSCNHRLFMLSVSWCDEGDGQIGRRNKAVRKLWELDL
VYLTWTEVSVHPDAPMDWNATYVSDQNILMGIEMFKIFGQVLSFFTVCDVLTEEASWRHVSRNQRSQKLNLSCTNKTIAL
LHL*                                                                            
>Atha_AT5G22610                                                                 
MEENIEKRICVEQLAIEDLISKLPEVLLSQILSYLPTKDIVRTSVLSKRWKSVWLLIPGLDLDSSEFPHYDTFVDFMNEF
LFFSREENPCLHKLKLSIQKNENDPSCVTLWTDCVARGKLQHLDVEFGGRVMEREFWEMMPLSLYICKTLLHLRLYRVLL
GNFDQSVDSLPSLKSMCLEENVYSNEASLESLISSCRVLEDLTIVKIDDNVRDRGNSGLVIDAPRLKYLTFNNDQSKSKT
ISNLGSLVKVTILGPIKISRVVGCTEQQMAHKFLTGISRVRYLIVSEDMMEVISSYLKEDSLPQFGNLSYLKASVWLSSF
DFLDILPKLLESCPNLKSIVLETTCIVDRTKATVERRVSSVPECLLSSLEFVEIKNRISVDDGALEVARYFVENSVNLQK
VVLRLASSFLRRGNQAVLKDILELPRRSSMCQIEVFNALNGHALCFRKNKITGRVFLDYFDVAESYYGAIVS*       
>Atha_AT5G28160                                                                 
MNSEVERPSFLSLPDEIILSCLARISRSYYPKLSLVCKTFRTLLISNELIVARLHLKTHETFCHVCLKFPDKPNPSMFTL
WIKPGTILTNQLEKNKRSTRDTRLVQIPSSYYYNVPFYLVMVGSEVYGLSQRNDPSSNMFVRNKGDIFLCKAPNMTVARA
KASAVVFNGKIYVMGGCMADESVNWGEVFDIKTQTWEALPDPGPEFRFSSIRKIDVFQEKLYVRSNEKKDSVYDPKEEWR
VVKGLDMLNRNLGCGTIEIVHYGGKLLILWDKVDLSHDKDIWCAVIALEKRHGSDEVWGNIEWADIVLTVPSSYVFVNSL
ETGF*                                                                           
>Atha_AT5G38670                                                                 
MQSQTNPNPSLPDDLILSCVARVSRLYYPALSLVSKSFRSLIASPELYKTRSLLDRTESCLYILYCTSNTWHEGPRLRVK
LMSCTACVLDEKIYVSGRCKDGDSMTFQVFDTNTQTWDPLSVPCSETKHDFHYKIVRFDGKLHLVSYKGVDAYNSKEGRW
DLVTPSIEHNKYLYDCYRNIGNVWYTIVKGDISTSVWWYHSEEREWRDLKGMVGLPKFPIDACLRMVDYGGKMAVLWDDY
LPGRRKKMIWCAEIALERRGSLEIWGKVEWFAHVLTVPRQYEFVKVLAATL*                            
>Atha_AT5G21040                                                                 
MEFECQERLEAANDQRSESGLLNTDLRIGNDGSVEIPNVKLCCQKKKGTLVPSGSKQLLSDKDLSTTIIDLPQALISEIL
NCLDPKELGLVSCVSTYLHRLASEHHAWKEFYRERWGLPVVFGAASSGLSDERSWKDLFVEREFRSRTFLGRYSIDTLYG
HTEAVRTVFLLASAKLVFTSGYDSIVRMWDMEEGLSIAASKPLGCTIRALAADTKLLVAGGTDGFIHCWKSLDGLRNLFD
LTGFQKEKTEFRLWGHEGPITSLALDMTSIFSGSWDMSVRIWDRSSMKCVKTLRHSDWVWGLAPHETTLASTSGSDVYIW
DVSSETPLAIIPDAHEGTTYSLARSHTGDFLFTGGEDGGIKMFEIRRYGSETSVVLISQWMPHTSPVYSLSFEFPWLVSA
SGDGKLALIDVRKLLKTNRCAYSKRISSSTVEPPQRMLHGFGSNLFSVDVGYDRIVCGGEEGTVRIWNFTQALEIERRTR
ALKGMRHENRMRRRRMQMEMNAKNGRPDQCSIAAHKNPINGERNRAWHSKRRASGKAKA*                    



>Atha_AT5G22670                                                                 
MSTKRGVTSQDSISLLPDDLLCRILSNLPTKVAVRTSVLSKRWKRFSLSVPLLEFNVSEFHGYYEFARVVHGFLDTSRET
CIHKLKLAFEKKQHDRSYLTQWIHNAVKRKVQHLDIGRWSYLGQELIPHSLYTCETLVSLRLHNVSLPDFDHVSLPRLKT
MHLIDNIYPNDALLENLISSCPVLEDLNVSRDVENIVKVLRVRSLSLKSLILALDGDRYGDIEDDSWEVVIDAPRLSYLS
LRDDQSKSFVLSSVTSPAKVDIDVTFDVVRSVLKNFLLTRSVVRNFFTRLSSVRDMTMSGTTLKVLSRYMRHEPLPQFPN
MIQFYAVFCNSDLEKLPNFLESCPNLKSLVLELEVFKKNDLLILSSSIPKCLRSSLEHVEIHTPISGAEAEMKLVKYFLE
NSAVLKKFTLQLGCKRMDEESIIFKELLRFRRCSASCEVVVEV*                                    
>Atha_AT5G07610                                                                 
MSSCSRTRTKAPRSARSRRNGGFSSSSATIVADIDDVLIQILSFLPIKTLLRFKRVSKRWLSLITNPVFSNRVIKSNHPL
PISGFFLHSPREIKYSFVSLDDDATNQRISSSLPLWFTDHQTDMIIMQSTNGLLLCKCSCASSNHFNTNYYVYNPTTKQY
TLLHQIAGHIALSLAFDPSRSPHYKVFCLRGRSNNSFSSASDSELYHIEVYSSNEGLWRRVVPVPTSPSTFIEFSYSVFW
NGAVNWYGFSSRDCLSFDINTQEIKILPLPDHEHEDEPLPDPRILMFLDESQGNLYYIEVNNQSSSNLRVYEMESNSSSW
SVKYNVDLEPLAAAFPEMIRTEYYTDRRIYAFSVIGFVKEETDAASYILLHIPNQAVKYNFIDKTFKKLCDFKSLVNDAP
EDHFYRFQRTFQFIKSLANV*                                                           
>Atha_AT5G44950                                                                 
MGRDRISELPDGLLNHILMYLHIEESIRTSVLSSRWRKLWLKVPGLDVNVHDFPADGNLFESLMDKFLEVNRGRLQNFKL
NYESNLYYLMDRFVPWIATVVDRGIQHLDVTATDCPPWTIDFMPANICKSKTLVSLKLVNVGLDTPKFVVSLPCLKIMHL
EDIFYSPLIAENLISGCPVLEDLTIVRNHEDFLNFLRVMSQTLKNFRLTFDWGMGSNDFSVEIDAPGLKYMSFRDSQSDR
IVVKNLSSLVKIDLDTEFNLKFGLGSPLEPEDLTKRDIIRDFLTGISSVKHMIISHPTLEVLYRYSKIGQLPKFHNLYHL
QAVFSSSLLQLLPAFLEICPNLKNLILDYSISAEPEQIDFTNLPRCLISTLEYVEIKQLTMREESGIKLVKYFLENSAVL
KKLTLSFIDSPMTNQESEIYMQLLTSTKRSRGCHVLIL*                                         
>Mgut_mgv1a020031m                                                              
MYDDDDLISQLPDDILVSIISHMPTKDAARTSLLSRRWRNLHRFSPLYTIELGCSYLLKHFVVNNPNSIRARISSHKWRN
LSRFLYNIEFGLGYFFAQQKPHNSPINITSIGSFLRLHSSSKIRSFRLVCCLDKSVTGPFGRCISSLGRLGVEKLFLQFC
CSPSRFTSDFSFSCRLLSMMPSSLKYFELSRCSLQPCLGSQFNYSLQTIVLMHVRVSPGAVECILSNCLRLHSMTISHCN
CPPKLRFCGPRLELKSLYISLCKGVDEIELYAGNLVVFEYWGHKRVNLIFDHVPQLQSVYLYIYWRTIVPYVCGKLAFDL
PHLKSLDLVTSVMFGGNLRDRDMHMFSKLRRLHIDMHHHTSKINLLLLISILKHCPLVQEFHLNVNFEGVEGPRVEKQDV
VVFHPELKKVEIGGFEGTEYEMELALYVLKSAIKLEKMHISKCFREYRPSLDGAGPGRWRVIRRTPWSLKMQGMIHSKLQ
GQAVSKTAQLTIQHKPPFF*                                                            
>Mgut_mgv1a023496m                                                              
MSLMSTRIESLPEECLSHIISLTCPKDACRSSLVSCTFRDAADSDLVWNKFLPLDYSDIISNSVSPFFFSSKKDLYAKLS
STPLLIDEMQTFLLDKHTNKRCYMLSARELSITWSTNSPYWHWKHLFHSRFPEAVELVMVSWLEIRGKINTGMLSPNTTY
GAYIVVQVVKRAFGLDDTPLEVSIEVGDYKTRGKIYMNLNGFKRQGYEPFCVGGKRFPCPRGDGWLDIELGEFYNDESDK
EVKMEFKEIKGNQLKGGLLVEGIELRPKH*                                                  
>Mgut_mgv1a026729m                                                              
MKRGKGEDGSKSIDRISELPQCILQRILYFMSQEDAVRTSVLSKSWREIWCTRPNLDLSDATFKGNNGEFISVLENTLRR
YCEQRLSLDECSLSCTSFDSTSVSLIEKWIPLITSAGVKNFRLSIVPAHFGHVKLPSVVFETESLRDLHVERFILDQKAI
EKTVLFKHLKKLRLEQVCIHDRIFQKIISSCPLIETMFLKSCNTIRSIKASNLRRLKDFYFSSWSDEEDCSIEIYPTSIE
TIQIESGNILLHQGSNFLNLTSLFLDHVTLSSLDHFSSCKFPSLENVAILYCNGLEESLEESHLHIDAPNISTFGYHGLL
IPSISFATTSTEWSSCLYLLMRSDPSFWLLKLHKLLDSLRQSEISVTIHQFRMNDEDIFQENLDLVQDIKGGNKPAVPLE
DLKLQGDLSYFSPLLNGLFCICRPRKIGAINYMNAESVLKNLMQGENGNYQDQLRQLWLPDLEEVSLEIYDKNRREWDPT
SLSDLPDYEVGKRISTRFALKWRESFWFVFLQRDTRLDEII*                                      
>Mgut_mgv1a018310m                                                              
VPENNEDFISKLPDEILVSILSRTSTKDSIRSCVLSKRWRDLYKFVPSVTLRCTDLVKRGGDHDAHSSYLVTNRLRNYLL
LRSGSRIRSFSFRCCEPRSSDRFVSCVHSLARLGVEELVLHFSLPFRFSCHLLFEMQSLKYFHLKWCYLIRNWKSQKYCN
SLQTLELTSVTVLYYGALDCIFSNCLSLESLKIEECTFYDKLWISGSLKSLQIKACKGVKEIEMGAPNLVRFEFIDSKLR
KLIFKHVPQLQTIYLRVLYEFLRIYPIRRTLAKDLPQLKSLSVYTEGDFFQVRENKHKPILYFFVGVFFYFFFNFSG*  
>Mgut_mgv1a015457m                                                              
MEKLPTDLYLKIFCWLDHQNLAAAQLVCRKWRDLGSDEMLWCNLFKERWGIDNATFYAPVDSKSWKDVFIVQDRCDRVGL
GLKIIMEGDDCFLVHQGQIQRHLGSREPESRTFNSINNRGEESIDEEQPCSSILDKILFFVGDMETASLHAKRSRLL*  
>Mgut_mgv1a025657m                                                              
MAVEENNSVLPPEIIEFILSKSTSKSLHLFKTVSKSWNILISDPVFRRSHLHQSRYSKSRNLFLRSFDSNNSHACFSLVK
FEDRKFHTVQQQLKVPDNFTKILCFCDGVLVLSKSDSLYDRFMFWNPSTQKIYISPLKKFKPACSYGLCHDPTIGGFKFI
IVYGMLYFVISCNGKRWTLTRKIMEHNMHGEMSSPVSVEGVVYWVKWHLDSRIIRYRITYFDPKDDKFKILQKPENVVET
TKFYLVDLRGRLCLYCNGPGNNMYTVKIWMKGKGRGNSSWNELVTIENVETPIWWFKPLGIVENKILIRLASVAKTLLYN
PFEKTFEQVEDLTFTELVPYMESLFFPDPII*                                                
>Mgut_mgv1a022377m                                                              
VAMKLRLRSFDSKETLKIEVQNSCTLSQLRQILSQTLFNSPPPASIRLSLNRKDDLESDGEDCLQSLGIASGDLVFFSLE
HPPPPPELISHHQNPLSQVIDSTPKPGSTSFNTDNTLAEGQETLDGGGGGSVMDEMEVDDENLEGGYVARESFSVPGFLR
KVFMEELNEDSGRHHKLIITAIHAVMLDSGFVGFDKKTNTVISGSHLRNELPSDLFRVSLFYTLPETGGKSVKNVVLKFQ
SVGKFINVYGTLENGSSVKRASTHWVKLNEDQLVPFLNVVWADCGEDVLMFDTSPEKEVFAFWRIVKDNLALPLLIDLCE
ESGLELPPCFIRLPTDLKLKILESLSGAELAKVSCVSSELRYLASSDDLWKSKCVEVFGDERNEARLSWKRVFAMAWARR



KSIVAAPRRRGFPNPWMVPRGTNCHKNSRHSTPSPRTNK*                                        
>Mgut_mgv1a019596m                                                              
MQGSLCKRSRTPRSKKYPVDRLSLLPDDILHQVLSSLDFLDVVRTSVLSKRWRYIWTTMPYLNFDMDWFVQHNYDYNSEL
LGPQYKFWDFIKWALLLRDQSQIMRICLYSDNTITHQINGLLRVAARQKVQELSILDGDYTAYGLEFPRVLCDTLAVLTV
NFHDTIPLRVTAVFSNIRSLKLTRVHISGNAAEKLLSSGCAKLEDVYLEDCQVGDLEQIDISAGNLKNLTIVNVCTLDKF
WVVGCFDSKLRVCAPNLLSFCYIGPMLLGFALVDTGSLKNVRVRLLRVPKGYEDEYKNHVLCPERFIGFNNAKTLTLSTV
VVKYFCPTYCESQWDTFLLDNVNRLELELRHNAGYIEGLINLLKLSPNIEVLVVRFKELFHSISYYVFHVKMVRLLFYAF
IQTKWICNHAPFPACLAIKNSSTWKSRIEAIACLSYHVKFIQIVDLDGTEIALELVKFLLQNGKVLERMEIMIGNEKKKP
NSFFQPLNLPKTSEVVVSFPEYARRKIPWFDQGDSDPEYDD*                                      
>Mgut_mgv1a022047m                                                              
MSTASAGLAEAYMIRKVYKEKMNKMDNVSEKPMNSSHEKAEEKSCRRSAFASASASASGGGCFSLSMFKKIHPNTLGALY
INDRVTPKTSPAITHLPQEITEEILYRLPVKSLLRFKCVSPSWRSLISSKQFIKTHLQRSKKIESFADKRIISICKGRLK
ACSLSSLFTEPVTRASFFNFFPLNISRDIVIVDSCNGLICVLVDACRFFLLNPSTREFKELPDFFTGTTCPKNVGSIRAY
GFGFDESSGDYKVYAVSYMILVIGSSIARVYSLKADSWGRNLFFKDVYMFGSAKFVSGKFHWITDIKRNSKWEGVCFDLK
SETFGTVKQPSCMEGYYKPTLAVLEGCLCVFSDYAPIIRFDIWIWNEYGVEDSWSKYVAISYPSISCEPLLPKAYNLVTP
LFVLPSGEVLFTYGLDFLIYNKKDNCARQQRTVDFDHRVRATEVYTESLVSLANLNGMI*                    
>Mgut_mgv1a005738m                                                              
MDMISDFPKDILQRILYFLSQEDAIRTSVLSKSWRNIWCARPNLDLSDKIFKGDKQEFLFFVGNNLQRYRDQRMRLEEFG
LRIFLGNYEFVSLLEKRVATLKNMGVKEFRLSIYSRRVQRRRRRYVKLPSLVFEAESLQDLHAEGFTLDQTSIGRNILCK
HLKKLRLEKIEIEDGVFEKIITSCPLIETMILKSCKGIEIHPPSLETVEIEHANILIHKGAQFRNLNSVRMNDVKISSVD
SFCSCKFPSLKELALSDCDGLEESIQKSHVFIDAPNMDSFVYHGFFIPSISFSTTSREWSSTLSLDFTGAPSSWLPNLHK
MLESLSRSKISLTICQLCFVYDEVIIQGCLDLVQGIKGGNKPAVVVKKLLLCGNSSYFSPLLNGLLCICRPRKIGDINYT
DSESVLKNLMQREGGNQDELRQLWLPDLEELRLEIYDNNRRKWDPTSFANLPEYEEGKRIRTRFALKWRENL*       
>Mgut_mgv1a024741m                                                              
MTKPRRNPKLKLQNFRNLPSEVIINIISRLPARSTALCKCVCKSWRDLIRNRELLKKLPPEIVIEILSRLSIRTIGTCKR
VRKSWRDLLQTRQFADSHLSKSVQGLVVSSDWLSFDVLAFEDELHLEDPDVYYKRLATFDSCELVISIFEIKGSVNGLLL
LNPLSSIADDYYICNPITREYLEFPFDAHMQRLIDIQPYEIINYGFGVSKVTGQYKVVRVTNIRKPICHVYTLGTRKRKW
RRIDPGPPLGKNKHSTGAFLNGCLHWFVEDSKNSNLISCFDLETETFSTFSHPPVSMFKSYEVLVALGDCLCICDNRGEH
EIAFWMMKEYGNDESWTKEFVIGKTPELVSDYGQSNGIVCPIKIFKDGHVLMTWEEHLGVNMLLNMFYYSNKTKTTTLFD
AYNVFGISGAGSHMDALLFTPSFLSLKSFPNEFVTEFSYFRSH*                                    
>Mgut_mgv11b005010m                                                             
MSRKRVRTDSNLQAKEFDKKRYTGYYKDDDRISRLPDDILVHILSFLSVEEGARTSVLSSRWINLWKYSTCLNLDRYTDF
KKIRRKHPTTGDMLVDNERRNYVTWVNRILRSHKAPTLKQFRISFGLNRKHRKSITRWLEFALSRQVQRLELDLIYYNEP
LMYYRFPDELLSHTFIINFKSLRELIFSHVDVSDGAIEFFLRNCPLLEKLIVCHSTELSNPRVCGGGGSSPLVLKHLEIV
FCNGLKSLKVSAPSLTYVKAATYEELFIENMPKLVELHINCIDNDVALRRLFTALSRCPQLETLSLMLLSQEETNEICKL
PQLPKLKKLEIQYAARDFETLIRLARLISACPVLEEFVVECGWAYLRKKHTKVDYAAITPHHYLKVVKFCGYYGRPRDLE
FVNYIWEKCVVLEKLIIGPTCALEIFKGPRDVEQTAIKKGKRQLEALVPRHIELVYL*                      
>Mgut_mgv1a022767m                                                              
MKRAKGEEDGSKSMDIISVLPQEILERILYFLPQEYAVRTSVLSKSWRHVWCSRPNLVFSVQTFKGKRQDFLITVDKTIQ
RYRDQRLCVEEFDLCILVDGSDCESVTFLENWIPLLKHMGMKKFDLSIHSRYSWAFTDMPSVVFGAESLQYLHVAKFVMD
QKCIERLVLLKHLDQLHLEQVYIEDAVFQRIISSCPSIETMIIEGCEGLKKINLSDLPNLIYFNFDVVYEDELEEEPCSI
EIHAPSSIETINITFGNIWFRKGAEFRNLINLHLRGVDSSLEHMSSCKFPILVWLSLSDCEGLKDIKLFIDAPSMLLFEY
QGFFIPSISFGKTTSSWRSELNINYMQINNGYLWFLELNELLNSVSKSRIILSIDQYLMNHDDVIRGNVNTVQYMNGCGI
AVVVDRLILNASLSAGSSNLDGLLRICRPRILMHLDMEVVEWLWKLLMERESGDEGDWFRQLWLRDLEQASLEIRESGRE
EWRSATLSELRKCRETKSYHTRFALKWRQA                                                  
>Mgut_mgv1a009167m                                                              
MATEEFLPFDIIESILLKLPSKSLLRFKAVSKSWRRTISDPDFAKIHPQLSNPPNLFLRKRSVDRGFSLVKFHGKELQEE
VVFYGWNNALCCDNGVLLLTSSDWNWIHWRTRGYTLWNPSTRKTARFSFPPDFVYSGSINFGICYERTTNDFKVVITCKE
MYAVFSCKSNSWTEKLGFPYHGSVPGISVDGSVYWVLRDERKTKQVVRFDSKTDELETLRKPEQVNDDDLFQLACLKGGL
CFYCKIGDGTAVRIWIKEKGVFENCWKELITVEGLENIHIRSIEPVCFVENKVVLRLEGTRIVCYDPCEKTFEEFEDNDL
FNFELYPILDSLFFPVMKTNNKRKRELSVRF*                                                
>Mgut_mgv1a003462m                                                              
MAYSLIPEEVLEHVFSFLSSDRDRNSVSSVCKSWYEIERWCRRRIFIGNCYSVSAEMVTRRFPEVREVEIKGKPHFADFN
LVPEGWGGYVKPWIRVMSGAYPLLEEMKLKRMVVTDECLDLISRSFNNFKVLVLTSCEGFTTHGLASIAANCRNLRELDL
RESEVEDLSGHWLSHFPDNCTSLVSLNISCLGSEVSFSALERLVTRCPNLRTLRLNRAVPLDKLPNLLQRAPQLVELGTG
ACSAEIRSDIFSNLTEAFLACKKLRALSGFWDVVPAYLPAMYPVCSGITSLNLSYAIVQSPDLGKLVSQCINLQRLWVLD
YIEDTGLEALSLSCKDLQELRVFPSDPFGAEPNVSLTEKGLVSVSEGCPKLQSVLYFCHQMSNAALITIAKNRPNLIRFR
LCIIEPHAPDYLTLGPLDTGFGAIVENCKELRRLSLSGLLTDRVFEYIGTHAKKLEMLSIAFAGDSDLGLHHVLSGCESL
RKLEIRDCPFGDKALLANAAKLETMRSLWMSSCSVSFGACKLLGKKLPGLNVEVIDERGHPGSRPESCPVEKLYIYRTVG
GQRVDTPDFVWTMEKEEEVLLTE*                                                        
>Mgut_mgv1a024544m                                                              
TSYGRTHKPPPPPLPLMKIGKAEQISHHLPEEIIEEILYILPVKSLLRFKCVSPSWRSLISTKQFIETHLQHSKKIESFT



DKRVISTCKNSSKSSCPGRLKACSLSSLLTEPITRAVSFDFFPMNSSRDIVIVGSCNGLICVLVDACRFFLLNPSTREFK
ELPDFFTGTTCPKNLGSISGYGFGFDESSCDYKVYAVFSMTSPYDRDVGFPSKSVARVYSFKTDSWGVNAFFEDRWTIGQ
GKFVSGKLHWINYYKTKLKWEIVCFDLTNESFGTVERPSCMEGCYIPRLGVFKGCLCMSFDCALTVGFEILIWNEYGMED
SWSRLLTISYLSVF*                                                                 
>Mgut_mgv1a018709m                                                              
MAENHSEQVSTYLPLHVIEIILLNLPAKSLLRFKAVSKSWNTMISDPVFVRNHLHQSKASNSQNLFLCDFTFNYNSGKFC
LVKIDEDRTLRSLDVLKSPRGFNMRVLCYCDGVLLFTSDDETPSGVEFVLWNPSTRTQTIFRLPFELNTDDKCYGLCNWY
GLCHDPIIGDFKVVVICSNHYAVYSCKNKAWTMKKEFGDTFGVAYHPGVFVDGVVYWLKMEKDERRYKLTYFDPKDDEFK
MANDEHGIFKVQRPTYNMIDFGGRLCVYSYKQGDKVVHIWIKEKGVDNNSWKELITVENVERILVLYGTLGQGELLNRRN
GA*                                                                             
>Mgut_mgv1a020743m                                                              
MEKNLPEEIMEEILYKLPVKSLSRFKCVSKSLNSLISDKDFIKHHLKKSITDDEDLSDMTNHKLITRFKHDQPPTFFRHV
SCSLHKQPIIKSDFNENMVFTIMGSCNGLLLVAAGANLPYLWNPTTKKYKKIDLPLGFYEEEVQLGHDDQVNIFSPPRRY
DYVYGLGYDESNDDYKIVCNKVSPWNRNPNLSRMNHTLMYSSKTNSWKKIENSPKSLCLPGKFVAGRLHWLCSMDGFDII
CLNLTEEKYEIVGGPQSFTNNAEFKVVKLEELGGYLSLTYMNGRADVDVWVMTEYGKRESWSKVWTLSNFVSAPADRVNG
RPIPFLWRKNGDIAVAFGSEIVVYNGKNVVSRSPLDIQLVAKVRCYVYVESLVSPFGSGASA*                 
>Mgut_mgv1a023499m                                                              
MASSTNIPPEIIEIILLKLSSVKSVLRFKTVCKSWNTIISDPVFVRNHLENSPNNLFLSKQRPRIEGGYPLFKLEGRKFH
AADAVPIPSTTNSNSIPYETVLCECNGVLLLGSSRFDYSEKHVLWNPSTRREIYFECPYAYSRTCTQNRGICYDRLTDDI
KVVWITDKHYAIYSCKNNSWSEKKLGIEYRGFFEGIFVDGATYWVLRDDKYTIQIVYFDPRTDELKGLQKPEQLNSDCDL
TISVACLRENMCLYSVSGE                                                             
>Mgut_mgv1a025054m                                                              
MATESEKTIPSNIPPEIIEIILSKLSSVKSLLRFKTVSKSWNTIISDPLFIQNHLDCSNNSPDNNLFISSYTCGSDSRGF
PMVDFEVRKSDAGKISEENIPNGYNSILCECNGVLLLSNLFDVKYGLWNPSIRCEMFLIYKYEFKEDYIVDYGICYDQIT
SDFKVVFIFPTKYAIYSCNNNSWTKKNLGTSYHTIGGTAGSGLGIFVDGATYWILRDNMISIHLVYFDPRTDEIKRLQKP
EQRQSDDDKFQLMNIASLRGRLCLYFYNKKERIAQIWMKEKGIDKWKEFITFHNFEAPYKLSRPICLVENKVVIQKEENI
FVYYNTSTDKSVKKEFVHIYGDRRKLVPYRNSLYFPTGVGTKKIKAQQSREKYFGPLFIKRSNEGVLREFPIRSAGSDSE
NPRSLFRQRRTGGSSVPCGDAHQDAALRRGERADGDVVVVEQPRWPDKRD*                             
>Mgut_mgv1a009094m                                                              
MASMESEDIKIEDSTMEEPKNVCIYGFSLARISISQKKSRANEFDMYMSNFTEVFHKPIDQKAGKTFAQINSPKLVDEME
VKKHKADLDTQNPRKRQRIHKGTAIEELPDDIIVAILSRMNIKDAVRTSVLSTRWKYLWKFMSVTLEFHDKDIATRKKLE
AFVNRVLELYNRVDSLVIRFSNTRKKTESAAIDKWIYSAMLKQLCIRASDATKDLRVVDPLPNLKELKISDCCNLQSLVI
SATNLKELKISDCCNLQSLVISATNLKELEISDCCSLQSLVISAMNLVSCTYQGREIKLSFKKTPNELTLGGVFCKSFIY
EPNKHSTYSDQLVKLVLNLQTENVQMEVCASHH*                                              
>Mgut_mgv1a021251m                                                              
MEVEFLKNLPSEIVIEILSRLPIPTIKICKRVRKSWRDLIQTREFVDSHLSKSVPGLVVSEDRDRFEVFEFEDELLDLED
SDLRYKPVARFDCSTLAISILDIKGSVNGLLFLSPVSSYPSDYYICNPITREFIEFPYDERFLGYPLDCPANYGFGVSKV
TGQYKVVRIVRRLKSICHVYTLGTGKWRRITPPGVPLRNDRNSNGAFLNGCLHWVVEDFTAPLSICCFDLETETFSTFDP
PPLSRRRNGHLHIVVASGDYLCVCDNTFEDDVAFWVMKDYGDAKSWTKQFVIGKSDRFVCPYGVSSGEILYPIKVFKDGH
ALMLFGNAYMCYYSGKTKTSKRMAVFGMDTHMEAMVHTPSFLSLKSFPKEYVTSFRRFH*                    
>Mgut_mgv1a011430m                                                              
MDTTDLPFHIIMVILSMLPVEALAKFQCVCKAWKNIIRDPKFVKDHFQIQAAKGKDYLLYVPLDRTIERAFTLLCDETFD
QALEFEIPSEFRDMSFIIIGSCNGVLCFTDANSFGSTVIELKSEAVMRDSVHWKADYRDGDEGIPVILAYRMGEEVFRQI
GLPNYKADGKGLVEHIGVYKGNLAMFVFHQSDHFSWHKNCHLWVMNEYGVVSSWTKLYTVVIDAGVVTPIMFTNNDEIIF
EDGECDLTVCHFERNTISYLGVEDQGYLNFVTYNGSLVMLED*                                     
>Mgut_mgv1a018447m                                                              
MGVKRLKIDTKIQPEKKKTKKKNKRGKRSSVVDNDDRISQLPDEILTDVLSLLSLKEAGRTSVLSSRWMNLWKHTHSLDF
DGQCALRGISISNEGKKKSLEEVESQYKLLKSEKRKYMKWVNSVVQSHKSPTVKQFRINYSLDTSDRCSINRWLEFAVSR
QVQSLELDFPIPTYWGDCYRFPEELFAPSSNKVFDVKSLKELSFKNVN                                
>Mgut_mgv1a024687m                                                              
MEIVKQQYSKKQNAVPIDRLSDLPDSILSHILSFLPATSKSVATSILSRRWRYLWSYVPNLFFYYENSDTINRVLLLRKL
HSINTFSLFDCTKRNYHQIHTWITFAVERNVQNIEIYLTVHLDSPRCLFTCKTLIDLTLHRCGVVPDRGSIVFLPHLKRL
RLIHVKYEGDDSLSHLISGCPVLEDLVLRLCIDYCSCKISSPTIKSLDVSCHFDKESENQNYNKVEINTPALVYLELLDY
ANQHIKCGALTSLIEADIEIDCSSINPDDSFLYSRSLVGFFDGLCNVRFLKLDLSQCTKIIDSVFTAWTATTFRNLTKLE
LISDCCFLSKFLDNADNLEILILQKVC*                                                    
>Mgut_mgv1a000810m                                                              
MDSVSGNGSGDFPPETSASVLKDRRTDALGDLRVLPDEILCTILTRLTPRDVARLSCASSVMYILCNEEPLWMSLCLSIV
NRQLEYKGSWKKTALHQLDVLDMYTEACKRTLQFDGFNSLFLYRRLYRCYTSLNGFSFDDGNVERRENISLEEFRKDYDG
QKPVLIDGLTDKWPARKSWTSEQLALKYSDTKFRISQRSSKKVNMKFKDYISYIQIQHDEDPLYIFDDKFAEAAPDLLKD
YSVPYLFQEDYFDVLDIDQRPPFRWLIIGPERSGASWHVDPGLTSAWNTLLSGRKRWALYPPGRVPLGVTVHVNEDDGDV
NIETPSSLQWWLDFYPLLADHDKPIECTQLPGETIYVPSGWWHCVLNLETTIAVTQNFVNSKNFEYVCLDMAPGFHHKGI
CRAGLLALDDGGFEHIEKNSLSHENSSNYSDHTRKEKRVRTCQSVENTDNGNCTDMSSCDSLGDLEYSYDVNFLAMFLDN



ERDHYSSLWSSGNCIGQREFRDWLWKLWVGRPGIRDLIWKGACLALNAGKWYERVKEICAFYDFPSPPQDEKLPVGTGSN
PVYLMDDCVTKIFVEGGLEASLYGLGTELEFHHLLNNSTSSLKNYIPSVLASGILVFENGSYRVIPWDGRGIPEVIASSN
LITPLHKEVDYPFGVWGKKQFEYQIAGTPSHESANCGKSSSMWPYIVTKRCRGKIFAELRDNLSSKDALNLASFLGEQLH
NLHLLPVPSPSPNHSIPMVIGDCTESLQGNGFSKNTDNPAESELFVRILNRRRSNVTKRLSEWGDPIPSKLIEKVNEYIP
DDLSVFFDIFKNETEVCRSLTWIHSDVMDDNIYMTENNISDSCMEENMRVTRPDISNGQEHSWHPSHILDFSDLTLGEPI
LDLIPIHLDVFRGDSRLLKQFLDSYKIPFLRKESLKDEAQGNRSDQLSYRIMCYCILYDENVLGAIFSLWKELRTATTWE
EVEEKVWGDLNNYAGFS*                                                              
>Mgut_mgv1a008608m                                                              
MLGGKLNRGDANRRSRPYCFRRCKLSSSTNIESLPDDLLFQILLEVPAQDIQKGARLVCKKWHRIICNRRFVDEHLHHST
PGIIVDIRRHSSPAVFAATGRGRVEISKFNFVFRDRAPASCNGLIVEDNYISNPATNKRFDLPAYSPKLGRGICYAIAYA
EVSKQYKVVLMHCSKYNEPLEILKCAILTAGVDKSWRHLHMKNLSIGAPVTTDGFVHWPRSDDTHVFTLNVETEIFTEAP
VPKVCVQRPKYYMSTGKSLSLLVLCGGYSFEVWEMKSETGEWTKLFKIDLEPLKGRFGHLVHKFCLTHIRLIGWLNYPEV
LALRISASQLCVIYNVRTQEIDYFEVYYLSGYHNYGVHRNSLVWLSGC*                               
>Mgut_mgv1a000960m                                                              
MEVQELKTKSSILMTIKSRHDAAGGSGSRGVEVDANVEVDVNLNLGLGGEPSSSSTTAVATERDNGDRDMQNKRPKVHSF
SLDWGTNFESEIHYFTRVHEEVGDADMPDVVGDGARSDLLEVRMDLTDDLLHMVLSFLDHIDLSSAARVCRQWRDASSHE
DFWRYLNFENRAITAEQFEDMCQRYPNATAVNLYGTPAIHPLGMEAISSLRNLEALTLGKGQLSETFFEAITECHTLRSL
TVNDATLGNGIQEISIYHDRLRDVQIVKCRVIRVSIRCPQLETLSLKRSSMPHAVLHCPLLRELDIASCHKLSDAAIRSA
TTSCPLLESLDMSNCSCVSDQTLQEISASCGNLRVLDASYCPNIAFESVRLQMLTVLKLHSCEGITSASIAAIANSSMLE
VLELDNCSLLTSVSLDLLRLQNIRLVHCRKLTDLILRSSVLSSVTISNCPSLQRISITSNALKKLVLQKQESLTTLALQC
HLLQEVDLTECESLTNSICEVFRSDGGCPILRTLVLDSCESLTAVSFCSTSLVSLSLGGCRAVTSLDLSCPYLDHVSLDG
CDHLEKARFSPVGLSSLNLGICPKLNVLHIEAPQMVSLELKGCGVLSEAFIDCPLLTSLDASFCSQLKDECLSATTSSCP
LIESLVLMSCPSVGPDGLSSLHCLQSLTYLDLSYTFLVNLQPVFDSCLYLKVLKLQACKYLSDASLEPLYKGNALPALTE
LDLSYGTLCQSAIEELLACCRHLTHVSLNGCINMHDLDWGSPIDDRLFAMSTFHEAFDSPMEKVNEPVQYQDDRLLQNLN
CVGCPNIRKVVIPPSAGCFHLSSLNLSLSSNLKEVDISCCNLYLLNLSNCYSLEILKLDCPKLTSLFLQSCNMNEEAVEG
AIMQCNMLETLDVRFCPKISPLSMVMLRTACPSLKRIFSSLVPNMISSSTS*                            
>Mgut_mgv1a022571m                                                              
MATKKHLKRGTPVLPQEIIQIILSKLPANSLLRFKTVSRSWYTIISDPLFIQTHLCSSLSESNSFAKSQDPKSQTVKLLE
GPYGEYDVMSFCGCVLLLVEANISLKKRLVLWNPSTRTETYVWSPDICSSRQSYGLCYDRTSHNFKSSSSSSSPFGDRLG
SGGGGGSLKNSSSSSSSSSGNRLDSGSGGVGGDGRRSRSWTKRNEFPCSGKPDTSAPGVCVNGAIYWVWRSSYNKVKEIM
YFDPRDDKLKMLQMPEDVVVDDVSKSIRLVNLRGCLGLYYCVKGGDEKKTITVRIWTKEKGVDENCWNESVTFDNVLDRI
WWFKPRCFVENKIVIRFRDSTRFVNYDPFKNTIEEFEGDASCYEYEFVPY                              
>Mgut_mgv1a025060m                                                              
MEDWNDIPEELLFLVLANVLGKDRYSFSLVCESWNRVAKASPYHPSPCLMTFNRKSNHVSKYFQHNCFFRMNFPTLLKDA
TVRFSNDGWLLMMSPDDRTLFFFDPFNNQTIELPPIPSHRTMYNTICFFHPPTSPDCLIVGILSNTHHEVEVGVLKYGED
RWDVVLLDIDHQFNVSFCPPILHDGKIYFLDVIGNVAWFDMTDGRSGCLSSVNNFGGNWWKIYAIGCFM*          
>Mgut_mgv1a008300m                                                              
MGSIRADLGSRIHPEPIDHFDHLPDSVILLIFNKIGDVKALGRCCVVSRRFHSLVPQVDDVIVRVDCVISDDDPSAASSA
SSAASDKFRHPISSLLRIFSGLFKPLQSLTQLITPSARRLPSHSTDFDSDSDQSSVTHHSPTQVLKNFKEIKFLRIELPS
GELGIDDGILLKWKADFGSTLDNCVILGASSVVQNINNGRDCNNNNNNNTNNAVVENDNGSIPESFYTNGGLKLRVVWTI
SSLIAASARHFLLQPIIAEHKTLENLILTDADGQGVLSMNKEQLEELRVKPLSASLASKRTLVPALNMRLWYAPHLELPN
GMVLKGATLVAIRPSEQSKKEATGSDGNWVASAFEEPFRTASRMLVKRRTYCLEMNSF*                     
>Mgut_mgv1a024364m                                                              
MNAAKRIESNDDLLTELLLQLPPKSVFKFISVSKRWKTIINDPFFIENYSKRRSSGDGRLLALFQTKFTPPTIPGDPIQM
NILPIHPCNITFDHVPKEGLGTFVNSSNGLILCGLLQLVGKHMVTMYTVLNPVTGKCVALPRPPTIWRDELYLSSFDAIM
CEENKTALEPNYIVVRVRELWGKVMKIETFSSVTGMWATSSLKATGSITESPYEPLYMPPVVVNGVFHWLTASFELAVYD
PNKYKKHLQLIKAPYTSGGNCTSVIVTRSPFPDDVLLYGAIDSPWLKFWMLEKGGGDNGSYKRDTTIRRREWVLMHDIRV
ECLYKGIDMSKKCLFLDVFMGCADVGFDGVVSRDPLVVLLKKGETWFLYNFESKTSRLAPYRGCLRNSS           
>Mgut_mgv1a026387m                                                              
MQEEEEKQNAAATVKIGDLPEDMLIHILSRMSLKDAVRTSVLSRRWRYLWMYTSGKLEFDDRYDRDITLLDDADERSGIV
IKRKKFKTWVKHILKLHRGQRVDSLVIRFTNLRLRYLSSDIDSWIYFAVKKEVKVFELNLSVEDGFHCGYKFPNIEKLLS
RSRELKVKSPVFGSLRSLRLVDVDIDDEVVKYLLASCTCVEHLCIRASNATKNLEVVDPLANLKELEISDCCNLESLEIS
AKNLVSCTYQGKEISSPFKKTPNLTELTLGGEFCHSFIFEPNKHSSYSAQLVKLVLNLKTLVGGGAFSLFLVSLCLSCIS
LSYKSLTLSCPNAFCQTSERTNVPCDLPQLDSLKRLELNTVTKIGESFLFFLSLIKASPNLHELKIKVNFPTF*      
>Mgut_mgv1a017752m                                                              
MKRPKGKDGFNSTCRISILPEHILQKILYFLSQKEAVRTSVLSKSWRSIWCTRPNLDFSIQAFEGNKQDFITTVDNTLQR
YLDHRLCIEEFSLRVSIGGDDDEESMPALEQWITLVTSMGLKELRLRNSTEDYKINHLPSVVFEAESLKYLHLDRFIVDQ
TTIRRILLLKNLKSLDLQRVSIKDDIFEKIILSSPMIETLAVRNCRTLTTIDAMSLQNLKKFTFVNDNVPFVDDCRIKIH
TPSLQVIDFRGRYIPFLMGADFRNLTRLSLTDVVSPLDHLSTCKFPILEILIIFDCCGFEEIKLFIDAPKINSFDYFGDF
IPSISFATTSSSSEWHSTIHLHSIDVFSSLWFVNLNELLKSLSQSIISLNIDQCSPIRENIMVQDKNIKPVVVDSLGLRF
DLSSISSLMNALFCLQHILLLAAAAMHPSPAMFAPSDAALSANASPRRSISSKLLPQHDSAASQTKSASPARLFRRRCFC
CCSSWNRERICSSWNWERICSSWN*                                                       



>Mgut_mgv11b017321m                                                             
MATESEKTTPSNIPPEIIEIILSKLSSVKSLLRFKSVSKSWNSIISDPVFIQNHLQSSNNSPNNNIFVSSNTDGTDRGFP
LVDFDVRKSDAGKISEDNIPNGYNSILCECNGVLLLGSRVEYALWNPSIRCEMFLIYKYEFHEDYIVDYGICYDQITGDF
KVVFIFPTKYAIYSSNNNSLTKKNLGTNYHTIDGTGSGLGIFVDGATYWILSDDTISTHLVYFDPRTDEIKRMQKPEQRQ
SDDDKFQLMNIASLRGRLCLYFYNKKERIAQIWMKEKGIDKWKEFITFHNFEAPYKLSRPICLVENKVVIQVSDRNVLIL
RWFCVGLIRSGVYAWFFGSCYIPSELDEDLFLTVQIPEIKQSDIPECNPT*                             
>Mgut_mgv1a020015m                                                              
MDKISELPKDILQRILYFLSQKEAIQTSVLSKSWRYTWCTRLNVDLDFSDVALKKNKQKFIFVVNDTLQRYRDQRLCVEE
FHLRISLGGMFNDLDHESVSLLEKWIPLLTVMGMKKFRLSVRSGHRSVKLPPVIFGAVSLQDLHLESFYFDRKAIERMVL
FKHLKSLRLDKVCIEDEIFDKIIANFPLIETLTIEECIWLRTIKVDDLHNLKYLFFKMSYITRGEEEVCRIEIHPSPLSL
ETIDITNCNLWFHKGADFCNLKELSLCDATLSLDHLSLCKFPSLEYLKIFATSGEWESDILLNFELSHVTSSWFLKLKVL
LDSLTDCEFSLNLNEYSMNGGGGGGGGHIIQEIINGCDKPVVVESLSLCCNLSSLSYLLNGAFCICRPRNIDHYLYSKWD
RVRIEFLWKILMQRETGKEDQFSFRDLEEARMEIRGINQEEWHPISLSELPNDQERGYHFIRFALKWRQTL*        
>Mgut_mgv1a024962m                                                              
MEVEFLKNLPSEIVIVILSRLPLRTIGICRRVRKSWRDLIQTPVFANSYLPRYVSGLVTCFDFDSYQVFTFEDELDLEDP
DRNYDLLTTFDCSGLGLSICDLRGSVNGLLFMHPLSSISSEYYICNPITREYIEFPYEQRLLDEEFNGTVNYGFGVSKVS
GQYKVVRVVHVRKSICHVYTLGTGKWRRIACGARLGRNNYLNGAFINGCLHWFLQDYLISCFDLETETFSTFSQPPIPMW
RRHSQNLVALGDCLCICDNTDDGIDFWVMKEYGNEKSWTKQFVIRKGYGHCYGEQPRGIVYPIKLFKDGHVLMTWQQDSS
WFYDMFYYSNRTKTTRGNGKLMSSVASPMQAMLYTPNFLSLKTFPKEDHPTLPHLTVPPPSSPPVHHHHHHQAHQSPPPP
PSPSSPVTTTNTTISSSDPTHKPQDWTIFSQLRSLPCDGGGL*                                     
>Mgut_mgv1a019691m                                                              
MEEILEEILYNLPIKSLLRFKCVSKSWHSIISGEAFIKEHLKRSIAKDETAGLTGLTHHKLLFTYRYKYSDQTHDWLSSC
LGSCSLNCNQLLPAAIEPTLYDRPDPYVGGVTISGSCNGLILIRFGRISRLILWNPSTTKYRVIPYPSFEQLPLSNYYRS
SFGLWYNDESGEYKVVCIRDDGWCYQTKVYGSKTDSWTTIESFGRRLQEGSYCGKFVNGRLHWLARLDYSSTRRCRCDII
SLDLAADDEKYKYETLSTNCIDYSRGAVFLRDLGGYLGLMHLTDDADVNVWVMKEYGVRESWTRVWTLSDFVVDIVERGL
GGGTKPLCWRKNGDILVVFGKYLFVCNGKNLLRKSRVGKLDDRVFSIVYVESLLSPSMIGHQQ*                
>Mgut_mgv1a018419m                                                              
MSFDICGSSLFFALPDDIFTVITSSLSPRDVCSLGLSCQGLNSVLSSDEVWLSQCNKLGLLASSTLIEWRKGVLSYKALC
RFLFNTHPLIGIWVQQNPELGNLVYVMPGPLGLQDGRILWAPVFEIFCKYNGSTAFFLHGREEGADYVYPGLLKSVDTDC
NVLFLQVEPRHQPDEIDKDVSQIWTEMPFIRLESDDREKLLDFVSSQVRDIVPQAANALLFPLSRNGEVDSEQDFAVLHE
RRLLLLLMYNRVDTDLDLRSSEVCRSLDGDHRNRSKGKTLFRFLKTGLKQLLRESRSTTGDQEHLKLNEFLRPGDIVGLS
LRAKTVDVHCYKVWPYMHESLSALYKFPIQAPKATHEYAGLWGGTFGWPPSSDKPGKALFLIFISYENQEMIATKILEGT
SYVAHPNGSAMFIVNIDKPSVGIFPWDTEEESNTTIEVKESFKGEGISDGYGFRYPGSKPGSLFVLENGLLVFLWEESRE
VLTLQRLDLGELLRRGERVNPLSPVSNFVYLTRKYTNVYSGNPDSRNPLFFPRYDSL*                      
>Mgut_mgv1a006986m                                                              
MEEHTGRDLISELPQGIIETILTKLPIGDAVRTSVLSTRWRNKWALLTHLVFNDRSAIQFHDITALQHIIVNFVTRFLFL
HDGPIHKFSLCTSYLQSSPDIDQWLLFISRKDVKELILELGEGEWFRAPSSVFSCKNLTRLELVRCELDPPPNFKGFLFL
KYLSLQQVLIPPDDVERLISSCPLLESLTLSYFDSLELTVRAPNLKYLILEGEFKDLCLANTPLLVAISVAMYMTDDIAE
HFEQSSSCNFDKLLGGVPNLERLIGHIYFTKYLSIGNGRGRSRITYNQLKFIELYQVSFDDMKEVLVVLQLIMHSPNLKA
LQISGSSNTSGTMRSPDSEIWDEKFSIDCTFHKLKTVKLTDVSGVPHEMKFIKYLLERTPGLEEMSITPGLYVTDKRLNM
LIDLVSFRRASPQASIVFIHEPV*                                                        
>Mgut_mgv1a022208m                                                              
MEKRQKLIAPAERHHIPHEILENILCRLPAKSLLRFKAVSKSWKSIICDDPGFSDVHLRQSKISASSSNKNLMFWIETYP
NGNKTNLITLQDFESMKSRKRKQIEFPMEQGLHLEVLCHCDGLALRRTRKAKDKTYVLCNPSSRTWVQFRCPYRIYHRPR
CG                                                                              
>Mgut_mgv1a022068m                                                              
MKAERIESNDDLLTELLLLLPPKSVFRFMSVSKRWNNIIKNPYFLKNYTIKRRRRGVHMLAFIQRTFIRCKKQIQVVPIC
VNISDNIKGMIGRFGRFFNPSGGLILCSSGPTTYTVFNPATARWAPLPPASPRNEEFYSSLDGFSCVGNTDELTPNYTVV
RVCHRVENTIIIETFSSTTGEWALSTLTAARTVERLYTPPVVAGGVFHWLVTDRSVAVYDRDGGNHLRLIQLPIIPDFFT
YIIIARSPQDNMLWFGT                                                               
>Mgut_mgv1a023317m                                                              
MEEILLRLPVKSLLKFRCVSKSWCSLISSNRFIKAHLKISIKDTNNFTRQNIISTFSPPGKILKQCSLSSLFYGLGTTNA
VDVDFPIRNPNDSVRVVGSCNGLICTILNEKLIYLWNPSTRKFKKLPNADDRIKVISKYGFGFDECNEDYKVLVVVSSFC
IGGGFETTVKIYSLRTNSWKRIEDLAHDCLFGSTGKFVSGKLHWVRRSGPNHSARWDIVSFDLGSEICGSVALPHYFGTG
SSPSLEVLGECLCVLGHIPKIEMVVWVLKEYGVTNSWARILRVTNSWARISSVSYGRRSNLRRESPLLTPFGIGPEGKIL
LMIGSRFMIYNPRNNCFRPPRIMNFGGSLEPPHVYCESLVEIV*                                    
>Mgut_mgv1a023525m                                                              
MIQQLHVDVLEEILSKLHVKDLLRFKSVSKKWNSIISTQYFINLHLKKSISSASRHLILVRDDIKVELTWPEEAIIYFLG
ISSDGIICHIINYNARTTICMLNPATRVSKTVNVNNKINNIISWFGRESSDDDVYKVVLGVMAHEHQLAFDFYEHGTLFN
GIVHWLVTRADTVMDLDHTSSSVMFTYNLGRKCVGEIIPTPVNPQKRGIIGVIDGCMSVVCEDCSREIYEVWVMKEYGIK
ESWTKLMNIPEPP                                                                   
>Mgut_mgv1a018998m                                                              



MHKSTYKPKFKKLGRHSKKSSYDSQINRLDDGCLMLIFSFLSPIPDRYNTALVCRRWRFLASGVYPCIETAVSAARPGDT
ILIAAGGIHRTSNIQIKKPLCL                                                          
>Mgut_mgv1a007471m                                                              
MEGENSWTSHSNETSVNNTFKFDSFSELHEDTNQEAAPISLDLILPDDLLERILSHLPIASIFRAGCVCKRWHEIVTTKR
FLTNTSKVQSRKPWYFMFTSSDEPIGYSYDPVFRKWYPIELPFIENSNWSIASSGGLVCFTGRDIGSELYICNPITKQVK
WINGPAGPKFSDYSALAVSVDRGSHRYQISIVKSMEVSGSFFEWDVSIHLYDSVEMTWTAALTEGLTGWRGGGESVICGG
VLYFLVYSTGGGGGPGHRLVMYDLKSGSVNGGSLMGGFVGVPCALTCGRLMNLKEKLVMVGGIGKNDRTDIIKGIGIWVL
DGGREWREITRMPHRFFQGFGEFDDVFASSGTDELVYIQSYGGPALLVFDFGLKQWKWSQKCPVAKRFPLQLFTGFCFEP
RLEIAP*                                                                         
>Mgut_mgv1a025979m                                                              
MSDIPSDLHHEILRRLPADSLLRFRAVCKWWRRLIDEPSFVRTHAANQTSSTTLLIRNSTATRFYSLTLDSLNFDDAHQV
IDVMPVKALFRVGLPRSPVLPVACCNGLILHSQYENEKTWVIWNTLTREFHELPQFNTEFDDAYSSFRGGGIGYDSASDD
YKVVRIDSLDYDSDSRTVYQTSFYSLKMDSWTMTKDCPYDFSWMRQLTGVFLDGALHWILRNMIVAVVLETEDYRELPLP
ANSEELSGVHLDVLDGCLVVSCFYPMDRLDGWVMKDCGVEKSWVKLFSFREVGDIVGVMWCLRPIAYIKSKGHVFLQHGD
AFFRLDVESNSLKKVIVRGLPRKFSSQIMVESLLRLDQSCAVTVKNRAGMKRKRNTADAR*                   
>Mgut_mgv1a003235m                                                              
MRGSDLINAVLPDELILEIFRHVDSKPSRDACSLVCKRWLSLECLSRDTIRIGASAAPGNLVNLLSRRYPNTRSIFIDER
LSISLPVKYIKRRRTNRDGSDQSMPGDDVMGTNSLSDAGLAAVGESFLKLENLSLIWCSSITDVGLRSFAEKCRSLKSLD
LQGCYIGDGGLTAVAECCKFLQDLNLRFCEGLTDAGLVLVAVSCGRNLKSLGVAACAKITDLSLEAVGSHCRSLESLSLD
SEIIHNKGLVAVAKGCSMLKVLKLQCLNVTDEALQAVGVFCLSLETLALYSFQKFTDRSLYAIGKRCKKLKNLTLSDCYF
LSNKGLDSVAVGCSELTHIELNGCHNIGTDGLKSIGKNCVQLSELALLYCQRIENDGLSEIGKGCKYLQALHLVDCSGIG
DESICSIARGCKNLRKLHIRRCYEVGNKGIIAIGQNCKFLTDLSLRFCDRIGDEALISIGQGCSLHHLNVSGCHQIRDAG
IIAIARGSPQLSYLDVSVLQNLRDNAIMELGEGCPLLKDIVISHCRQITDTGVSYLARKCAFLESCHMVYCPGITEVGVA
TIVTTCTRIKKILVEKWKVSARTERRAGSIINYLCVDL*                                         
>Mgut_mgv1a021013m                                                              
MAAKHSKRGTSFLPLEIIETILLNLPAKSLLRFKTVSKSWNTMISDPAFVENHLHRSKTSSSRNLLLGKLGFSHDNSEDY
SLVKIDKDRKLRTLQLSEGPRGFNVVLSYCDGVLLLTNDRTTCMDFVLWNPSTGTRATFRFPYEVNTVSQKIYGLCHDPR
TGGLKVVVVVCSNYYTVYSCKNKSWTRKKEFGDTSFLVVYDPHVFVDGVFYLLSMDPGRYLITYFDPVDDEIKILRKPEI
LADRLWIYMADLKGRLCVYCNGNGDRGNAIRILIKGEGVGNNHWEELITMANVPTDIWFFKPLCFVKNKILIQLYGLRLV
LYNPSEKTFEKFDIERSSVY                                                            
>Mgut_mgv1a025341m                                                              
MESEKIPEEITIEILSKLPVKSFLRFKCVCKSWHSLISTKHFIKTYLKNSTNNDTLDDSTMIIASPSRVSGSRGGVKACS
LFSLLTEPVTRGLPLDFPMNPSRDLLIVGSCNGLVCVLMVDACRFFLWNPKKSECKELPDFFAGVDRTSKNRWFIGRHGF
AFDENSGDYKIYVVFRLILNSIPSAISVARLYSLKADSWGEPVPVVDGTKFEAGKFASGKLHWRSDFRTKSKWMIVCLEL
KSVTFGTVEQPSCLYNYFSPGLGVLKGSLCLYFDYPQHIAVGFDIWIWKKYGVEDSWARLLTIPYESVSWGPSYSTFMHD
DIIPLLVLPNDEVLFTIASDFFIYNPNDDCVGKLDTFDFDLESARACEAHVYTESLVSLART*                 
>Mgut_mgv1a008455m                                                              
MRNLPSELIEDILRRLPVKSLKRFRSVAKAWCSLIDSDRFIKMHLRHSLTSLSNRHLITGGAGAHAVKPPFDCKSGDMIS
YSCNGIFLLMSDPPVLWNPFSREYRVLPDCPVEYAATAAECYCNKAGYEFGYDSRNDDYKVIRVLDFRHKITHAPMANET
KIYSLKSNSWRRIEPLPYPLLFLRLNWRVHVNGVLHTLVPDPDNVYGASIMCFSFETERRYQMLLPRRIRIKGFDVSLDV
TGGCLSVVCNNLDMVVVWVMKEYGVNDSWVKLVSVTPPVFEGNDYVKPLVYSKEGGRVLLLGKTLFWYDLRNQSVDYVFI
EGLPFVFYAEACVESLVSLGGEIKNWGCEKEKRKDKTTKKRDDFLSKGFKLVL*                          
>Mgut_mgv1a012165m                                                              
MEAAADKPKFKKLGRHSKKSSYDSQINRLDDGCLMLIFSFLSPIPDRYNTALVCRRWRFLACHPQHWLRVDRSVKELTEP
GVYPSIETAVSAARPGDTILIAAGGIHRTSNIQIKKPLCLIGAGEIPDDTTLICSRGSDSALEFLSTCKLANLTVRAELG
CCLLHRSGRLTIDGCILQCESNPLDHLSHAIVTTATSSDQLSHSQPVIKNNNGDCVTVMRTRIEGGAKAVLTSGTLSLQQ
VRVIYARTSLFFWFNVVQH*                                                            
>Mgut_mgv1a007586m                                                              
MSDIPSELYHNILRRVPADALLRFRAVCKEWRRLIDDPSFIRFHADNQISTTTLLIRNSNGTRVYSLSLDSLNNINDAHQ
VIDVMSERALYFIGLYEIPCLPMASCNGLMLHTYYEIKEDWVLLNPFTREYHVLPPEPNFQHTRLLGNGLGYDSASDDYK
VVRIDELLLHGEIEYQTSVYSLKTESWKIIEECPPCEFRMPGPSKGVYLNGALHWRLRNFVITLNLETECYHKVPMPPKL
GKPFKTRLDSLGGCLVLSYYYKKKRIDGWLMKECGVEKYWVKLFSLGELASVGAKGRLRPIAYIQSKGQVFLKHDCGFFI
LDIGNNSAKKVTIDGLPKRFSCQIFSGSFIPLGDSYACEVRSSVGTKRKRKKTSKSLLGIDLILLCKKNDEDVLSLQGVR
LSL*                                                                            
>Mgut_mgv1a017715m                                                              
MANIPPEIIEIILSKLSSKSLLRFKSVSKSWNTLISNPLFIQNHLQSSDNSPDNLFLSTDTYGTDRGFTLVEFEVGNIHS
GEISVESIPNGYDRILCECNGVLLLTSIHGEFNEYDTYALWNPSTRSQMFVINRCEFNEDHEVDCGICYDQITGDFKVVI
VYATKYAIYSCNNNSWTEKYLGTKFYSILGTPGAAIFVDGATYWIFGVESRNISGTQLLYFDPRTDELKILKKPEQLCDD
KFHLINKASLGGRLCLYHYNYNENSIQIWIKEKGIDVGENSTNWKEFMTVGNFRVPFLWITPICFVGNKVVIQVERKKFV
YYSPTEKTFQEFADIDVNCNGFIPYRNSLYFPTGVKMTTITDQQS                                   
>Mgut_mgv1a025236m                                                              
MDSKKNVKINEINDDLLREILVHLPPKTLFKFMTVSKRWKYLINDPTFLKFHNNKQRHRSSAVAGDDGGHLLALFQLTTK



HLSGRYRRRPSEPAMNILAVFPDGNPEIMCGLVLCGRHSSKYHIMNPVTKKWVPLPPPPRHRLDQQYYRDWTMGLMVTAW
EGDNSYIVVRAALTDDLDQLLPIETYSSKTGEWVSSMLVGTGGFILHPLPGAPLVANGVFHWYTYNWQIALYDPSDETGH
VQLIKIPYLDGAVSRAITRSSVDNTLWFGTINPNKIQIYKLPKGEKEDDPEKNRMDRIRLECFVPNWYPLVLVLRQAENI
FLYNLGSNMVELVRYYGCAYNHLVHEEYLCPYLESSCLSSYFQRIFFD*                               
>Mgut_mgv1a008796m                                                              
MALPIEIIEIVLLKLSVKPLLRFKSVSKSWNILISDPVFVRKHHLRQLQSKGSKNLFLVKNSEVNSQGFSLVKLEKGRKI
QTLQQVFGPYLWATVLCFCEGLILISDLSNENFALWNPSTRTHTIFQATFYCGEAAFGICHDPITDDFKVVIAKSYDYSV
YSCNNKSWTMLEKRYETEYNDYRVEYELGVCVDGVSYWASKHKPQIVYYDPRDDKFKILRVPENIDYSRSDYGKSIYLVD
LSGFLCLYYEGHDKTVVIWRKGKGIENHTWSELMTIENMEAPLRWFEPKYLLGNKIVIRIKETNHSGRLVVYNPCKKRFQ
EFKDTKMVFGWLGFVPYMDTLFFPIEKSGRIITGEFGFPIEK*                                     
>Mgut_mgv1a022119m                                                              
MVQLHELVDNGKPEEKKVKFSINDNMDVLIEILKRLDDRSLGVAACVCRLWCSLTRNDALWEHLCFRHLSPPPEGVRTVV
VALGGYRRLYMLCVKPVLSRLGKMTVRGGGGGGAAAELERRVRTRHEVELSLSLFCVDYYERVLVSGGGRLGGGGGGDSA
SPPPSSLMFLCKAVNV*                                                               
>Mgut_mgv1a022752m                                                              
MCRISMLPEHIMQRILYFLSQKEAVRTSVLSKSWRSIWCTRPNLDFSIQAFEGNKQDFITTVDNTLQRYLDQRLCIEEFS
LRVSIGGDDDEESMPTLEQWITLVTNMGLKELRLRNSMEDYKNNHLPPVVFDAESLKYLHLDRFIVDQITIRRILLLKNL
KSLDLQRVSIKDDIFKKIILSCPLIETLAVRNCRALTTIDATSLQNLKKFTFVNDNVPFVDDCRIKIHTHSLEVINCNGG
CIPFLRGADFRNLTRLSMTGVVSRFDHLSTCKFPILEILIIFDCCGFEEIKLFIDAPKINNFDYFGDFIPSISFATTSSS
EWHSTIHLHSINVFSSLWFVNLNELLKSLSQSIISLNIDQCYRIRENIMVQDKNIKPVVVDSLGLRFDLSTISSLMNALF
CVCRPRFIDDSFFCGSGWKMDHINCLKNQLSQLWFRDLEELRLEIHDKNKDEW                           
>Mgut_mgv1a024593m                                                              
MDRISDLPKDISQRILYFLSQEDAVRTSVLSKSWRDIWCTRPNLDFIEDSFHRNKQQFLSAVDTTLQRYCDQRLSLEKFH
LSISVGRYLERESVSLLEKWIPLTATGVKELRLSIRSEYAPGFIELPLVVFETESLQHLRVEKFRMNRDAIPTIVLSKHL
KKLHLQDVYIEDNVFQKITSSCPLIEAMVVDSCRRLKNIRSDNLRRLKNFFFKGSKYDDESCSIEIYPPSLETIEIIYGN
VSFHKGADFHNLNYLHLSDVKSSLDHLSSFKFPSLERLNFLECGGLKESDIFIDAPNILYFKYEGDFIPSISFATTTTEW
KSDIQLKEGSLWFLNLNELLKSLSQSEISLIIDHADVNQENIPVQDNGYNNNKPFAVESL                    
>Mgut_mgv1a024132m                                                              
MGAGLSCLATDDQKSAINTPSKLGLGDLPESCIALILSRLNPSDICRAARVNRTFRRASLSDHAWETKLPENHQILLQKL
FISCNNNNINPQVLSYKETYARLSSPIRFAADTKEVWLDEGRGGISVAISWKGMKITGVDDRRYWTHISTHESRFQTIAY
LQQIWWLEIEGDLEFEFPVGTYSVFFRLHLGRASSSKAPSGRPITYNGEKIHGWDIKPVKFQLESSSDGQHSVSHRFLDE
HGKWVHHHVGDFVVEDSNSPTRLKFSMTQIDCTHTKGGLCFDSVFIFPCRR*                            
>Mgut_mgv1a023330m                                                              
MALPIEIIEIVLSKLSVKTLLRFKTVCKSWNILISDPVFVRKHHDRQLRSKGSKKSENLFLVKNSKVNSQGFSLVKLEKG
RRIQTLQQVFGPYLWATVLCFCEGLILICDLSKDNFALWNPSTRTHTIFKATFYCSDAAFGICHDPITDDFKVVIAKSYD
YSVYSCNNNSWTMLEKKYETKYNDYSVEYELGVCVDGTSYWASKCNPQIVYYDPRDDKFKILHMPENMDYKRSEFGKSIY
LVDLSGFLCLYYEGRDKTVVIWRKGKGIENHTWSELMTIENMEEPLRWFEPKYLLGNKIVIRIKETNHSGRLVVYSPCKK
RFQEFKDTKMVFGWLGFVPHMDTLFFPVEKSGRIVTGEFGFPIEKSIPERKRKRKCIQ*                     
>Mgut_mgv1a023398m                                                              
MDKISELPQDILQRILYWLSQEDAVRTSVLSKSWRNIWCTRHNLHFSDAAFKGDMHQFLSIVNTTLQLYRDQGLCVDEFH
VCMSVFSFDCASVSLVEEWVRTLTSMCVKKFCLCNLPKLPSVELPSVVFGAESLQDLHLEGFVLDRKAIERIVPLKNLTS
LILQRVSIEEGIFEKIISCCPFIEILDIRVCTMLRKIIVKNLHNLKYFSFSDDVDHSHSFEEELCMVEIHTPSPETIYIS
EGNVWFHKGPDFFRNLKHLRLCLVKSSLEHLWSCKFPSLDSLILANCDGLKGIEVFIDAPNVTYFGYHGDFIPSISFSNT
TSREWISDIDLTYDLSGDASCICRPRNIEEDPYGDKWERKRMERLWKILTERNITEEGRCSRGLWFQDLEEVRMEIYDDN
RKEWSPTTLSELPTYNDHNRKERQEMSLMELPDYREYNPNDQWHPICLSRLRNENRRESIRFALKWIQD*          
>Mgut_mgv1a021521m                                                              
MKRAKGEEDGSKSMDIISVLPQEILERILYFLPQEYAVRTSVLSKSWRHVWCARPNLAFSVQTFKGKRQDFLITVDKTIQ
RYRVQRLCVEEFDLCILVDGSDCESVTFLENWIPLLKHMGMKKFDLSIHSRYSWAFTDMPSVVFGAESLQYLHVAKFVMD
QKCIERLVLLKHLDQLHLEQVYIEDAVFQRIISSCPSIETMIIEGCEGLKKINLSDLPNLIYFYFDVVYEDELEEEPCSI
EIHAPSSIETINITFGNIWFRKGAEFRNLINLHLRGVDSSLEHMSSCKFPILVWLSLSDCEGLKDIKLFIDAPSMLLFEY
QGFFIPSISFGKTTSSWRSELNINYMQINNGYLWFLELNELLNS                                    
>Mgut_mgv1a020565m                                                              
MEVGFLKNLPSEVVIEILSRLPIRTIGICKRVRKSWRDLLQTRQFADSHLSKSVQGLVVCNEYLSFDLLAFEDELDLEDR
ERFYKPIARFDSCQLIISIFDVKGSVNGLLLLNPLSSIATDYYICNPITREYIEFPFDKRLIDTHFEIINYGFGVSRVTG
QYKVVRVTNIRKSICHVYTLGTGKWRRIDPGCDLGKNEHSTGATFSHLPLPVWKRFQVLVVLGDYLCICDNANEHEIAFW
FMKEYGIHKSWTKEFVIRKSPELVSGYGQSNGIVYPNKVFEGGHVLMTWEEHENVHMFSNMFYYSNKTKTTTLFDAYGVF
GLINIGTPMQALLHTPSFLSLKRSFPKEYVTEFSYFRSHRKKMH*                                   
>Mgut_mgv1a010689m                                                              
MILNMNSKSMGRFNVKEVYEEQSAINGGYDSISLLPDCILDHILSYLPTKEAVATSVLSKRWKYLWTFVPILDFDDSLLY
SSQFEFRHSINVTCFMNFVDKVLLQRDKSNVKRFRLSCRVCFSASRVNEWILSAVKQNVQELDLCLFVEEPFVLPACVFD
NEILTVIKLEMNCNLHLPPRISIPSLKTLHLRLVTFPNDNNTVQSLFSSCPFLEELAVLDYDSGMQLLPDCALSSLKTVD
YTNFCGTNTEIWFLRFLLKNAVVLEKMNVYWSKNSSKDQMNQWKIKEQLHALPKGSLHCALLITT*              



>Mgut_mgv1a019331m                                                              
MKTDLEFQTSRNGGVGQDPTEEEDQQPQQVVAAAGEPPTDLDSIPDGILEEIFTRVPAKTVFCCMAVNTKWLSILDNRTF
FKRHHSLSSARPLVVFSDPSGRRSNRVLHLYEGRDLPDYRPMPARSLGTRIDFPDTARGRCTFLHGVNSFVTSCKGLVCW
ATHRGAGDVVLSNPITGEYVLANAHARGMNSLRELASVFVGVGYSRETKTFELLKMILALEDDPVDYSMVWYPELLALGG
NSWRPAGEALQFDFSRMIYNLVNVDDGTIYWRYKDDSSICTFDFDRTLFRVVDLPDFEGPVLKTVSLGVLDDTLCASFAS
PDGTYLELWSAKTIDNCGARGVETAWKMLHRISINTSTAVLENNGRVWNRGAYRPVMHVENNKILMHDRRTNFRLYDVVT
GSETVFPLLEDINDNDEDADDDDDDGHPVAVQVVSLVPNIICLQETLNIQEGNIRVLRTES                   
>Mgut_mgv1a018230m                                                              
MEKRVERETSLELPEELIEEILYFLPAKNLLRLKCVSKSWNSLISSKSFIKEHAKKSSTGGNLDCSKLMLNYDESYKNVR
YMRVFCQPRSLVSCPIQNLLRKGDPVDTVLDSHRMKKSGYDIQIEDVRILGSCNGLILISVNYLRYLFLLNPFTRNMRNI
PHASSFTRSELLNAPPFTYSLGYDEYTDDYKVVCIIGDYAKPYHTHIYSSKNNTWKKIESFDKGILLDDTGKFVNGKLHW
LAAQDDGVREIFSLDLRKEKYEVVARPENYSKRVRPFLRELGGYLSLISLSSSVDDISVWVMMKYGVRESWTKIWTSSEF
ELDYPGKVICGASPLCLKKNGDITVAFGNNVVVYNGRNVVRKSRVGMLDGVIDTVVYVETLVSPFGDEEHGQ*       
>Mgut_mgv1a010738m                                                              
MDEIKEKLPYDVVEIILSRLPSKSLLRFKSVCKSWNATISGERFAGVHLRQSRQSSGNQDIFFWCEVPRFTDFSQVMVTK
IPQHIRSKMKLEQLEHEQKLEPRVLCYCDGLALLRYGKLLYNQHGELVNNQYVLCNLSAGTHVEFYCPYDEISYIWHKRV
YGICYDPSINDYKVIIIDYERYAIYYCRAMRWSEIRETPDEFLGGGLFIGKSVSLNGDFRCQMIKVGGGEKEEELMWVDL
NGRPPNSEHVECDMASNIQEYENVLAFDRIYCIETGYQQIPYLENLFISEPRRKGGKKIITSC*                
>Mgut_mgv1a023181m                                                              
MANESVHLPLEMIEIIVPKLPVKSLLRFKSVSKSWNTMISDPTFVKNHLQISKHSNPHNLFMQNNPNSKGFFSL      
>Mgut_mgv1a018680m                                                              
MAISELPDEIMFDILSRLPAKCVGKSRCVSKPWRTILSGTQFIKAHLTHLKRTHQQNLIFIAGDFSIRTISAVQNDAVSR
ELELGLEKRWSDVLGSCDGLVLLQNDDEDKFLLNPMTMQLVKVPDWPAPSYKDESIAMHGFGYDSSIDDYKIVSVSYQDP
REYVSAVVHTFVDVYCVRSGVWKRVGNPPYDIFYFLGKDAYDHVYVLRTPGAYLNGAIHWFASNANERTVIVAFDLAREV
FDEMPAPVGADVNLVPYELVVLGGCLCVYDVQSVIGQANVWIMREYRSAKSWTRFNIECVHEWEMAKPLCCIGDEEVVLV
NTMAEALVYNVKEKSLNNMVVDGVPANVLDGDIFVGSLVSPCPLTVAEPV*                             
>Mgut_mgv1a008301m                                                              
MANKEGKSEIVVGKCNSERVRMKYRSSTKIEFLPDELVFNILVRLPAEDIYNDAMLVCWKWYRTIHSRNFIDSHLRHSTP
GILIRNFNCKNNDSIIVSMRQDRLVLSEFSYKFAGGGPWSCCNGLIVEYDYSKRSLRITNPAIKRHFAIPQFIRPRAHVI
YPSIAYSAASKEYKVVLTYGISDGDSYVPRLAILTVGVDQSWRDVCTPQLSEDMIIIAPFISEGFIHWPLERTHVLTLNV
ATEVVTKTPLPEGCDSGFKFYLSTGKNLSLFVRCTVFSLEVWDLESESGEWTKMNNIDLESQRSKFEDVYCKKNSRRFVL
IPTVWLKCKEVLVFRFQRPTGVFFAYNVRTHGIDWFELDCACHFRNFELHTNSLVWLT*                     
>Mgut_mgv1a026911m                                                              
MEVVGDDNVVVVVRTSHKRKSPEISRFPLNELNQDLLERVLSWLPTSSFLRLSSVCKRWKSTADSATFRRACSQVPAREP
WFFMVDSRKPQSSIAFDSSEGNWKKLNRPPLFSAVDFIPVASSGGLICFHSNTAAGDFIVTNPVTGACHQLTSLPTPHPP
ILAIAMTSSKTGTFKVFVVSGELPNITFRQYNSGADQWEEEISLTRKSATKSSSSPVESEASDDDCTQYFLSKCGNVVSP
EIQRSPSKQYSSVLTISRAAGDKILHFLSSSGTVVACNLTRRQFSEYPRLLPVFSEYSIDLVECGGEMYVVLLCDFLESC
SVRVWSWDEKIESWRQVAAMPPHMSHKFYSKKADINCSGGGGGGKMFVCVSSGEMCCYVMCDLVGNEWVEVPQFYENGGE
AKEFASALSFEPRIEASVN*                                                            
>Mgut_mgv1a008985m                                                              
MAPIDPIPAPPAITEVSCQCVKPLTRILVLEIIISLSLSTQFKNHKLSKYSLMAEKKEEDSCLLVKGSSPNEAIFFVLAY
LPLFELLTITRVCKSLRDAVNDDVLLWLKIVVERPLSWRISDNILIHVASRAKGRLQFLALINCVNITDHGLLRLVSQNP
HITKLHIPGCTNLSPAGIIESVKLLTNNSNHRLQSLQINGVHGIKKEDLETLENLMINRNHQTRKETPDKILYHTYRKYK
DNYINRLIDVEICPKCDETRIVFDCINGAACKHCTRGCESCVARCVECGICVRGDEELEEASCTDTLCLNCWLKLPKCNH
CNKPYCNEHAYLRHPVVLSGSDTGFVCADCHSSQFI*                                           
>Mgut_mgv1a025474m                                                              
MAIIEERSIIGQKRKSSVVFTAIIEQDERRKRCVVFTEIEEEKSWEEEESSEIVYLPDEIIETILSKLPVNCLLRNKTVS
KSWNTMISDPLFVKNYQGESSSSSTVFLSHLLFSTDFDLVKFKDLNIRAVQQLRSPPSCPYKMLCYCDGVLLLAHPYSKD
FMLWNPASENRPKSFISQNHYSFNFNSVLSYGLCHDPTVGVFKFVLIFIEGYLVFSDKYKVGFCTWKEFEEPTMRVPEVV
NNRCGVSADGVIYWVTCREIIYFDPRDDKFKILPFSSNLDDDDDDDGLFYLTELRGCLCMYRNKGGDKTKVRILIKGKGR
DNNSWKDLITIENVETPISSLNTYYFLSEKIRILFDYNIQDDATYKYTISPNPRGGFDL*                    
>Mgut_mgv1a019763m                                                              
MVGKRFRIDRKLQPKKCAKRCYVVVDNDRISRLPDDILVTILSFLPVKQAARTSVLSSRWINLWKHISRLDFDAESALVK
IAIDYNLHSEESCKYVEWVNRVIQSHKAETLKEFRVCFDLSPSAENAITQWLEFALLRHVEKLDLDVSAGSLRVYTRDYA
FPEKFLKPRSQSSSCIDFKSLKALSLKCVKLSGEAIEFFLRNCPFLEKLVLRNVNGISNLEVCGPSLALKHLEIWFCAKL
KSVRVSGPNLTSFYSSHVEVLLLENVPMLVELHVNCMPYSVSIQRLLSPALSSVVSRLEILSLDIYAYIKEINLPTFPEL
PKLKKLVIQYWATEDKSLMGLTPLIRAPPYLEEFVLK                                           
>Mgut_mgv1a026803m                                                              
MDMISDLPKDILQRILYFLSQEDAVRTSVLSKSWRNIWCTRPNLDFSIYAFKENKQEFLTAVDKTLQLYCYQSLCVEEFR
LSILLDRDFYEESISLLEKWIPLLTNMGTKEFRLWIGTQSYPGVMHLPPVVFEAEPLKDLRVRGFIRDIYRCPENKLFRI
PWALYPIHLFCSNYFRRVAFAYRPSLKELLESLSQSKISLNVNHVYNIAVRDDNGCGNKPVVVDGLGLGFYSYSISSSFM
NAMFCVCRPGIIYDSLDCGYGWEMNHIQCLWEILMQRECGDGDDRFRKLWKQDLEEVRLEIHDKYRNEWRPITLFELRNW



RQTNSCSLCIDMETNFVRL*                                                            
>Mgut_mgv1a010850m                                                              
MEPEATPPWLDLPREITAAILQKLRTVEILTTAQKVCTTWRSVCNDPSMWRRVDIHGSEDTWEMPLDLDKICRRAVDRSS
GQLIDINIEYFGNDDLLLYISQRSSQLKRLQLVNCYGISYDCLIEAIKNLPLLEELHLYYIYTIPETIASIGRSCPLLKS
FTLNSHRSKHVVCDLEALAIAENMPGLVHLQLFGNTMTNEGLNAILEGCPNLESLDLRRCFNVLLCGDLGKLCSERIKDL
KLPHDSIDDYKFRDTEIISDEASDDDYVSGFSDMDMVSDYEDYLSREVSMILKTGFGIN*                    
>Mgut_mgv1a021680m                                                              
MKRAKGGDCSNSTDRISDLPEGILQRIFYFLSQKEAVRTSLLSKSWRNNWCTRPNLFLSDATFKDNKHEFVSVVDNALRR
YRDQRMCVEIFHLCTSLDYSDSESVTILDKWIRAVRNMGVKKFRLSNFSKRKRSRVVEVPSGVFEAESLQGLHLNRFKLD
EKSIERIVLFKHLKTLCLVQISVHEEVFHKVISCCPMIETLEVTRCKRLKTIKVSDLHNLTNFTFSMCGCPPSKKLHTIE
IHTPSIKTVKISEGNIRWFHKGADFRNLQDLTLWGVDSSLEHLSSCKFPNLESLSLLWCDRMEEIKLFIDAPNIRKFDFI
GDSVPSISFATTSSKWDCSVIHVRYDISDLTSLWFLKLKELLNCGGELHELEVRFIFASVSFKRRDYYLSSKKRRRLPLR
RERGDGKDRVSVEDSNAERERKRILAVVVARAG*                                              
>Mgut_mgv1a020955m                                                              
MAIESEETSSNIPWEIIEIILSKLSSVKSLLRFKSVSKSWNTLISNPLFIQNHLESSNNSPDNNLFLCLGTYGTVRGFPL
VKFEVGNIHSGEKPVENIPNGYDSILCECNGVLLLTNLHGRCRSKYALWNPSTRSKVFLINRCEFSEDYVLDCGVCYDKI
TGDFKVVFVYETKYSIYSCNNNSWTKKYLRKKFYTILGTPGAAIFVDGATYWILGVESKNISGTQLVYFDPRTDELNILK
KPEQLSDDKFHLINKTSLGGSLCLYHYNYNENSIQIWIKEKGIDVGENSTHWKEFMTVGNFRVPYLWITPICFMGNKVVI
QVERKKFVYYSPTEKTFEEFAEIDVNCNRFIPYRNSLYFPTAVRTTTIKAQQSRFMLPEHKYLCM*              
>Mgut_mgv1a021690m                                                              
MELRVEGINQNHSLDPSYGIPTQQPQTLVCWLSSYGRTRKSQPPPPPPPPPPPPSPPPPPPQMETVKAGKTTDHLPKEIM
EEILCRLSVKLLSRFKCVSPSWRSLISSKQFIKTHLQRSKKIESFADQRIILACKGKLKACSLSSLLTESVTRVDSFDFF
PMNSSNDIVIVSSCNGLICVLVDKCRFFLLNPSTRESKELPDFFTGAIFPKNLGSISAYGFGFDESSGDYKICAVCYSML
VFGLNVTFPRTVRVYSLKADSWGVSSLFYKLDKCLHGAAKFMSGKFHWISGFLTDPIWEVVCFDLKSETFETVKQPSCME
GYKRPSLGVLEGCLCVFSNYSPTDTIDVSIWNEYGVEDSWAKYPRCLFCQLAGEVLFTCGSEFFIYNKRDNCVRRQHTVD
FDRDRDRDHEAEVYIESLVSLEANFNGMI*                                                  
>Mgut_mgv1a022539m                                                              
MEAAADKPKFKKLGRHSKKSSYDSQINRLDDGCLMLIFSFLSPIPDRYNTALVCRRWRFLACHPQHWLRVDRSVKELTEP
GVYPSIETAVSAARPGDTILIAAGGIHRTSNIQIKKPLCLIGAGEIPDDTTLICSRGSDSALEFLSTCKLANLTVRAELG
CCLLHRSGRLTIDGCILQCESNPLDHLSHAIVTTATSSDQLSLSQPVMKNNNADCVTVMRTRIEGGAKAVLTSGTLSLQQ
VRVIYARTSLFFWFNVVQH*                                                            
>Mgut_mgv11b022084m                                                             
CCKRRFVGGVDDRISQLPDDILVDILSRLSLKEAGRTSVLSSRWTNLWKHTPSLNFDVGQTVLDKLYGQRELFKREKRKY
VKWVNSVTRSHKSLTLKEFKIRFALDKSARKAITRWLEFAFSRQVESLELDIKSDRHTSTDYRFPNELLIASKLQPPSDS
VCIDHPRMLVDFKSLKELSFRSVQVGDAAIEFFLHNCPLLEKLIVHHSEKISKLEVCGSSLKLKHLEIVYCFGLKSLKVS
APSLTSLKVTSLDGLLLENVPMLVDASVSCKDDSISIEHLFSVLSCCVSQLQTLCLDLTRRNFRQEVNELCELPKMPKLK
KLVIVYLARGYENLIRLASFIRASPYLVEFVLKFQWYKLPRKDREVKDVVKILHHHLKVFKFCGYYGGTNDFEFLSYILG
NCVVLEKMIIDPYFILSREKLQVEETARKSAEQKLAPEVPQHIELVIL*                               
>Mgut_mgv1a018271m                                                              
MSDYVPTDLLIEILQKLPVKYLIRFAAVSKSWRSIITSAAFIASHLSKGKNHTLIHTLSTNSLVKFTGGVPFAVNSPSKL
KFPYYESRSIYLRIVDSCDGLVCLSNNFFKISFAQPPGVIWNPYVRNHVVLPDPTINPKDAYISVLGFGVDAGRSHHKVV
RLVYCRDAAGIFMTQVEIFSLKTWSWRRLIGGVDLTLHAYPSLYFRQVFLNGVVHWLIEQKPIGDNSFRRSYILAFDVGD
EVFGEVMLPEWEAGGLGFAKLSIFVIRESLGVVKLTGESCDVWVMKEYRVKESWTKLYTVCLFEKIENVVGFVNSGEALL
ALENSRLVVYNSETKQTKDLGIYRKFFIHNYVESLLFFEKPRCSRYKDTVRDGRHTKS*                     
>Mgut_mgv1a024252m                                                              
MPDSEINFSYSNVVIPEEITEEILCYLPVNSLLRFKCVSKRWRSFISSEYFTKRHLSKSHSDKKDNGNKFIFSFKGKQNS
LTTRFLSVGSSFSLDEDEPIVTTSLDIQIRPRSEIQVVESCNGLVLVENIYTGHLICWNPSTRKTKHIEKPFGFGFGCVE
EEGGYGFGYNELTDEYKVVRVRYKEYYETRTHAHMYSSKAGSWKEIEDLDKHLAGRPGKFVNGRPHWLIFGRSPDWEIVA
LDLVEEKYETVDWPVCFPKVNMFPPYLENTGGYLTLMDCNSYANAMSVWVMTQYGAPESWTKIWTFPNSFNLPIEHVCRS
PTPPLCLKRNGDVVVALGSVIVAYNGENLLRWSQVDKFDRFIGSISYVESLVSPFGSDEILVSPASWMMTI*        
>Mgut_mgv1a006446m                                                              
MSFRSIARDIRDSFGSLSRRSSFDVRVQGHNHHRGKSHGSFHELNDHQPIIIQNSQWANLPPELLFDVIKRLEESENTWP
ARKHVVACAAVCRSWRSMCKEIVKNPEICGKITFPVSLKQPGSRDGTIQCFIKRDKSNLTYHLFLCLSPALLVENGKFLL
SAKRTRRTTCTEYVISMDADNISRSSSTYIGKLRSNFLGTKFIIYDTQPPHACSAQIAPPPGKTSRRFYSKKVSPKVPNG
SYNIAQIAYELNVLGTRGPRRMHCLMHSIPASSLDPGGVVPGQPELLPRNLEDSFRSISFSKSLEFSSARFADDIAQSSS
EDSNKSRPLVLKNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLIAASAAATQAAAATGGGGGGPPPPPAAGGSQPTTGSD
HDKIILQFGKVGKDMFTMDYRYPLSAFQAFAICLSSFDTKLACE*                                   
>Mgut_mgv1a019881m                                                              
MKNRENDVLPYDMIEIILLQLPVKSLLRFKSVSKSWEATISDRKFAANHLRQSKKKNDSFDDGQDDLLLWVGKSSMDFLV
FNLDPSKNCRWEMKSLSVLCYCDGLVLLHRHLPYDGSIYRLWNPSSKSEVNISCDPRIHRGGGHDYADVAQGLYYDQSVE
DYKIVVTDMKNRYSIYRMRKKLWSDEMKEMEIDIPGEVVWCDKGSSFEGDTYWVVRTRASGKEESFLVCFDSKREKFEKW
GMPIGDNDDCKFYLTYLGSRLCLAYSKTKMNQLWFVKRVAGGGSGSGGSWVEFEEAMPLSRNYIKPLRLTNDKEIARED 



>Mgut_mgv1a020676m                                                              
MAGKRVKSDDDKFQIKKHAKIIYGDNDRISQLPDDILVDIISLLSLKKAVCTSVLSSRWRNLWKQTYRLNLDPHVCLKKG
TRQLYESCKVKRQKYVKWVNSVIRKHKAAILKDFVIRLRLSVTFQKDVTRWIKFALVRHVQRLELDLTTNHSSLTNCSLP
EEMLTQNMSTKSLKVLTLKSFNVTDEEIKFLLSNYPLLEELAVDFSPKLLNVEVCGGPSLVLKHFEVTRCYGMNSIKVSA
PNLTSLTIQSCSVFMKSVEVSAPNLTSLTVQKVESLLLENVPMLVNVSVG                              
>Mgut_mgv1a007184m                                                              
MTQTNSYIYRPYIPFYPRFAVAKTNTHCNPIAGEAPPMQTHAPPYKNSETMADNTSYLSPEIIENILSRLPAKSLLRFKS
VSKSWNTMIADPVFVQNHIRQSKHSNSDNLFLYQDAAFCSCTIFKLGDQKIQTSQVIESPYISWYELSFCDGVILLTDGT
YRRFVLWNPSTRTSRKLWHKYRCRYAAFGLCRDPTTDDFKVVIVDKDYYSVYSCRNKSWIACRKEYEIEHTGLSMCAGYN
IGGVSVDGATYWVMRCRNSIRIVYYDPRDNKFEFLQKPEDDVVNDNRWFYVVELRGRLCLYYNSIDDESTIQIWTKEKGI
DGKSWNKLMTIENVEMSIWEFHPLCFVGNKIVIWDRDLRILLVYDPCKKRFEDFEEDTAEMFGCVSVSVPIPYVDSIFFH
TENPRPKMKGKLKCLR*                                                               
>Mgut_mgv1a009068m                                                              
MEGKRVQIDSKVQRKCRKTSFVGGVDDRVSQLPDDILADILSRLSLKEAGRTSVLSSRWMNLWKHTNSLNFDTKRESHKH
YAQRKLLKRDRRKYVKWVNSVLRSHKSTVLKEFRIRFPLNASDRNTITQWLEFALSRQVQKLELDIQNYYDPTEEYCFPN
GLLIPSSCRASKLQPPSDNICIDHHPCMLFDFKSLKALSFKSVGVSDGDINFFLDNCPQLEQLIVSQSKKLSKPEICGSS
LKLKHLELVNCCGLESLKFKWFDALSRRDREVKDAIKILHRHLKVFKFCGYYGATNDVELLSYILGNCVVLEKIIIDPYF
TWSRDKLQVEETARNNAKQKLAPQVPQHIELVIL*                                             
>Mgut_mgv1a021898m                                                              
FFRYLPLEIIIEIVSRLPIRTIVTCKSVCKTWRNLIQTRAFVDSHLSKSSSGVVTCRISRYFKIFEFVDELDLDHHNRHY
IPVTEFCCNKFMESSQLEGSANGLLFLRSIINRNNLYICNPITREYIQLPYAGIFNSFSVLVTYGFGVCKMTGRYKVVRV
LQECIRHPDTVDVVRIMKCVCHVHTIGTGIWRSIAPCAMLEHDCFSTAINGSLHWLVTDLQKGFKLISCFDLETEIFSTF
SPPPLMGRSENRTEFLLVALGGYLCVCDNTCEHEIVIWLMKEYGDEKSWTRGFVVRKSPEFLRGNFELPNFVCPIKVFKN
GDMLMAWFELYMVHYSLKTKAATRIDVFGPYEDDNDNFINVTAMLHNSSFLSLKSCFPMENVKLL*              
>Mgut_mgv1a021388m                                                              
RVVSPSSSMRSPPVPETNNETLLEILVKLPAKSIFRFKCVSKNWLSLISEPSFFTRYINSRYDSPPFSLVFQCSNTARAH
FFISTEKNTLKYLTSLHDQIPPLKIESTNNDLILYRSENSHQPVYFLANPFTKQFVSLPMHSTRRSSGPTGLISNVEDGI
TSYNVVRVIIKSSLNLEIFSSERGEWMNFKAVINNCTSKVEFDARPCVVFRGVLHWICNKMTALLTYDPRSKNYGFCRFI
SVPNGAYHMNGKNAVLGVSGGKLCYFEMNGISVQDYNLPAWKLWVMKDYERGEWSLDRESGERKIDSFGFLCNLLSSYSP
LFPVAFHPWNSDVVYFWHEGYILNFSIKTGWFDEDVFSTFCMLSAWENFPLLMPLCSTNAIPSL*               
>Mgut_mgv1a004506m                                                              
MDSSLLIDDAVSVAPKPNLKRPCCSIFPDSSRILSSKSNPNPLDALLESFLELSDSSAVALDLSFDRILESRHYDSDQND
VIDRALRLGSALTEAANRSARRRASVHNAFVWALPLDLTIKVFSMLDTQSVCHAAATCSFFHKCAADPLCYSNIDLTTVV
PKINNMVVSTMIQRAGKDLRSLKLGVVPCPDAASLGSSQPLVYSMRNSSDTSGFSWNDKRSRQGKESFILSRSCLAPLIA
DGGALGSLLRRLHLYNIDRMDNTAFGAAVSACPSLLDLEIVGLHVELRQTLESVSRSCPLIERLYFESSKTGRDDSLKLP
TCNDLVTNCPSLSSLSLRGFKLHDIKVRTLVKGFRKLKYVDFSTSYSITGDFLRNLGGNAGANLLEVLILRDCMHLREAE
VSRLLSAMLAGRFVYLRHLDISNREGLASDNDWSRRSFTPSFMSLGELLDERPNLCVLADFPTEGSFVEEPMTSSGVNSE
SDSLTSSHTSDDPLVFTSSSESSYNSDQSHPILEESSDEVDYL*                                    
>Mgut_mgv1a019823m                                                              
MHQLPVEILEELLSWLSVKDLLRFKSVCKKWNSIISSQHFINLHLKKSISTPSRHRIFMPYRETFATVDYYGKDLDSDRK
RPSVFMPRPEETIGKFLGGGTCDGLLCYLDRVTLRMCVWNPALRLSKTLDLKIPGIVRTLLFFWFGRESYDDEYKVVVGI
RGRTESRNRTYLIKPFSDNCVTESTQSETDDLYFRSFDEGTLLRGTVHWLTVSPRINTVGSIGQCAVFTYNLGSRTLGKL
STPVGLDSNGVIGVMNGCLSAVYNARRGGCPIYEVWVMKEYGVKESWTKFMNISPRISDRISSSTRLKFVGVTDKGDLIV
SCAPNFELLIYNVVENKSKTLVNYGNGSARMYVETLVFPRFA*                                     
>Mgut_mgv1a008105m                                                              
MATLPFELVEDILRRLPVKSLKRFRAVAKLWCSLIDSENFVKMHLLQSVASNSHRSLVLGGLAVYTLDLDSLDKAHVVKP
PFYYKTVDCISNSCNGIVLVISDPPVLWNPFSRDYKVLPQCSAEYPTVDEYYTKTTCGFGYDSINDDYKIVRVVEYRNKS
SHVWMNSKTMIYGLKSNSWREIEDFPYPLPFLKGHWRAFVSGAMHTLVEEYDRGYRARIMAFSIESEKHYEVAMPPGFRT
RIFELNLDIIEGRLCLVCTNRSRAVIWVMNEYGVKESWTKLVSICPPLIEEGDFVKPLAYSGDRDKILLNCEDKRLFWYD
LKKKSIEDVLVDGMPFVFYAEPCVESLISPDGPRTVKKLGREKIKGKKIRNKRDDFLSEGFKLVL*              
>Mgut_mgv1a018216m                                                              
MPNSMDRISELPKDILQRILYFLSQKESIRTSVLSKSWRTIWRTRPNLDLDFSDPTLIDTTREFISVVDKTLQLYRDQTL
RLEEFRLSIPLHCGAHCKSVSLLVKWIPLLTSMGVKEFFLSIRSVPYDPGCLDLPSVVFEAAESLKHLRVERFVFDEKAE
KIALCKHLRSLHLVNVSVDDRIFQTIISGCPLIETLCIDGTNIGLRTIKMSDLRNLKDFTFIEVVFGGGDQLCSIEIDPL
SLETIKISAANITFRRGADFRNLKDLYMCGVKSSLDNLSFSKLPSLKRLTLSNCDGLKESRIFIDAPNVLYFEYEGDFVP
SVSIVTNSREWKSEIHLQHKNDDDVIQENVNRPPVHDKPVLVETFNLVCPLSHFPTLVNGVFSICRPGNIGNRLKGWEVD
YDAYIWRGREVKFVGYMWKILMERESGNEDDEPSRLFLRDLEEASLEIKRKRGNYPDEDEWHRAPLSEYLLNIEKNNCRF
VLKWRETM*                                                                       
>Mgut_mgv1a007435m                                                              
MLFFLITCCFSFIFFHKSLSIKPLPSWAREVRLLSLRFWKDLPFSPITKSIRNTIVGVVSSLFKPMMVMSPRKKSFNSTL
GGVETPPTATASSDVSVLDLPDLVLECILEKLPPNGLCKMASVCTSMRDMCMSDHLWEKHMRSKWARIVGPAAYREWQWH
VLSSKGSIFFDNGQGKQNGLMGYIARLWPVVLFRSSFSGISNKKNFPPLDSIMSWYFALESGKFWFPAQVYNRENGHVGF



MLSCYDAELSYDLQTDTFKARYPPHGRRISATETGVTWDRLRAPPIDTSPHDLHTSDCLNELQPGDHIEIQWRRNKEFPY
GWWYGVVGHLETCDGNPNYCRCHECDTLVLEFNQYTRGSRWRTTSVSRKDHREEGNESDGFYGGIRKIYSNEEISTWKKL
WPCEVLE*                                                                        
>Mgut_mgv1a022643m                                                              
MGKRIKRQSINHEVPEEIIEEILTNLPVKSLIRFKCVSKQWRSVISSKSFIQEHLKKSMQFNRQHLIYSSFDTNPNNRSS
GGFDYTRQRLRQNTKGCNICPSSICIRIIGSCNGLVLVTFNFKDIFLWNLSTRKFKSIPTTYFPKKSLFHKFQYGFGYDD
STDDYKIVCTSFCAEPYQTKIYSLKTDSWKRIEHWVLVVKAYFLMHARVLQVLGGYLSFVGISSTLDVNIWVMNKYSEAN
QETWTKIWTLSDFSHPKRYNNGPRPKPIWMNKNGDIGVAFGESIVVVYNYKSKSRMYRVDEIILASNIYVESLVSPF   
>Mgut_mgv1a027018m                                                              
IQEINCKKLILSENQARENKGKEEKPNHSDPVMKEKQPIPIPPPPPPNGVVSERTAEPTLPDDLIVDILLRLPVKSLGKF
KCVSKQWRRLITDPRFNSLHRELCSKNPSILMVKKYPLLREPHMRKCTTVDLCAFNFNGFRKNLEFSLYLDDDEKNIEML
PSKRGLVCFVSESGFYACNPSTQITTKLPEASCCTSGEVNAGMGYVAETDEYVLVHLFDRSLDIHVDYDIGCEVLRLRDG
EDCSWKVVDANCPFVVRGWGVLVNNVFYWMIWDEYNELGDEAIVSFDLEKEEFGIVAPPEGCFDPHGAWSLVELGGRLCL
VDNAARPSTMDIWVLTDSESRGWVKEYSIHMSAYSNDMLSFIAPLDYWNGKIVMDVKQESLDFYDVEEKKIERMDHLISG
EWNWLRTYTESFFSFGSK*                                                             
>Mgut_mgv1a008592m                                                              
MKPPKLTSEFFTHLPPETTIDILSRLPIRTIVRSKLVCKSWRDLLRTREFADSHLSRSTSGLAICEYSSELRIFEFEDEH
NHQHRHNPVTGFPCRKFATIRLPTAIQGSANGLLFSRGITRQFDALHICNPITRECIQLPTPENYVNSPTIVANGFGVSK
ITGRYKVVRVSLEYDRDPYTYELVGITKSSCHVYTLGTGKWRSIVASVPPLGNNQYSIGAFLNGSLHCSFALPPLRESDV
HSQIVVALGDYLCVCDNLSEDEVVVWLMKEYGDEKSWAKEIVIRKPQFLRGFGGFASNFVCPVRIFEHGHVLMSCYAVCL
FCYSNETETAELAHMFGVFDGHRGMQVMLHRSSFLSLKCFPMENVTSF*                               
>Mgut_mgv1a020901m                                                              
MEKRVERETSIELPEELIEEILYFLPAKILLRLKCVSRSWNSLISSKSFIKEHAKKSSTDGNLDRSKLMLNYDESYKNVR
YMRVFCQPRSLVSCPIQNLLRKGDPVDTVLDSHRMKESGYDIQIDDVRILGSCNGLILISVNYSRKLFLWNPFTRKMRNI
PHAASFTRSEFLSVQPFTYSLGYDEYADDYKIVCIISDYAKPCQTHIYSSKNNTWKKIESFDKGVLLDDTGKFVNGKLHW
LAAKDDGVREIFSLDLRKEKYEVVARPENYSKRVRPFLRELGGYLSLISLSSSVDDISVWVMMKYGMRESWTKIWTSSKL
DYPGKVICGASPLCLKKNGDITVAFGNNVVVYNGGNVLRKSRVDMLDGVIDSVVYVETLVSPFGDEEHGQ*         
>Mgut_mgv1a012250m                                                              
MAAAGVKSKDTLRRRSRPYYFRVCKRNKNSQIMDSLPDELLFHILLQLPAEDIPNAAVVCRKWYRTTRARDFVHAHRSHH
SVSGLVIHELTTDRLNCHPPDTHTHVLTLNVDTETMTKYTLPQSPQGGYERRPKFYFSAGKSLSLFVLASDLYLEGWDMK
SESGEWTKLYNIDFTPRKCEFERFHSDKYSHVPFALLPFGWIKFREVLAFHFSYPSSVCTAYNLVTQEFHFFELGSDARY
HEFVPHTINYLEWLST*                                                               
>Mgut_mgv1a025716m                                                              
MSDIPSDLHHEILQRIPADSLLRFRAVCKGWRRLIDDPSFVRTHAANQTSSTTLLIRNSTATRLCSLNLDSLNYDEAHQV
IDVMPVKALFRVGLPRSPVLPVACCNGLILHSQYENEKTWVIWNTLTREFHELPQFNTEFDDADSCFRGGGIGYDSASDD
YKVVRIDSLDYDSDSRTVYQTSFYSLKMDSWTMTKDCPYDFSWMRQLTGVFLDGALHWILPNMIVAVVLETEDYRELPLP
ANSVELYKMHLDVLDGCLVVSYFYPMDRLDGWVMKDCGVEKSWVKLFSFREVGDVVGVLWCLRPIAYIKSKGHVFLQHGD
AFFRLDVESNSVKKVIVRGLPRNFSSQIMVESLLRLDQSCAVTVKNRAGMKRKRNKADAR*                   
>Mgut_mgv1a026772m                                                              
MKKAKGKDCNYMSMDRISDLPKDILHRILYFLSQEDAVRTSVLSKSWRYVWCARPNLDFSDINFKGNRQGFLSTVDNTLQ
QYYDQGLSLEKFHLYASLLGKDYSDHESVLLLEKWVPLLTGMGVKAFSLSIISDRTPGITDLSSVVFKADSLEYLHLNRC
NLGQNIPENIPFVGLQVLRLQNVLMEEEIFEKIVSSCPLLTTMWFRECKGLKNIKLEKKLLKYLKKFSCINRNTPRIDEC
SVEIDFPNLEKMEIIG                                                                
>Mgut_mgv1a018445m                                                              
MKKRQTYVPSEIIENILLRLPVKSLMRFKCVSKSWEATISDPEFIANHLRQAKETKKKKSSSDDDKDLLLWVGKRSLFII
FPPSDSYLRERPLTVLCYCDGFVLGLYYDPLIKDYKIVATDMKSRYSIYTMGKKSWSHEMKEMEIDIPGTMVCCDKGSPF
EGDTYWVLRTRTRTCQMDENFLVCFDSKQEKFEKFPMPIREYDNQCRFFLTYLGDHMCLAYHKAENNNFVDRRINQLWFV
KRAPGGGGGGGSSVEFKEAMPFSSSYIESVYLTNENEIALEDGWRKSYTAYKYNLVTKTCAEIKVTPNTGYPHSPLYLEN
MFFSSSPNKTRKDTEESTAS*                                                           
>Mgut_mgv1a025200m                                                              
MKEQRKKNVATKSVKKSTSSNIPEEIIEIILLKLPSIKSLVRFKAVSKSWNTIISDPLFIQNHLHSSNNSHLLFPI    
>Mgut_mgv1a018794m                                                              
MSLPEDVIEEILSRLPVLSLIRFKSVCKSWKMIIKNPTFVSKHHQTIASTEGSETLLINRRDNATNKRVVSLLRKEGKDA
FALDQDLPTFFNNMFNHVRLIGPCNGIVCLYGYPDNIALWNPSIRDFKILPISKIPRSSKVLGGDIGLGFDSETRDFKVM
QILFCGSVNRVEIYSLKLNSWRKYDGILPADIMYNNLWSMVYKNEIFCWLAQDCNKFDVILSFDMMNEIFQITQLPPLIS
TNDVFGGITRAIMPLKQSAIGLIVYPIKDSDKVFDVWIANELGGNADFWCKIASIGPISSVERPLALWENDEFVLENSRG
ELVMYNCSNREIKNLGFYGKRSRLEVLVYKESLFTVSKIYTNL*                                    
>Mgut_mgv11b022480m                                                             
MAIELEKTSSANIPPEIIEIILTKLSSVKSLLRFKAVSKSWNTIISDPLFIQNHLQSSNNSPNNNLFLSAAISVDGATYW
ILAVESTNISGPQLVYFDPRTDELEILQKPEQLSDDQFHLINTSSLGGSLCLYKYNYRENTYPNLDEGKRL*        
>Mgut_mgv1a020785m                                                              
MSDIPSELVHNILRRVPADSLLRFRTVCKEWRRLMDDPSFIRSHTNNQQYSSATLLIRNSDGTRLHSLSLDSLNYNNDAH



QVIDVSPVKTVYRAGVPRAHLLPAASCNGLILLSHSDVKKIWAIWNPLTRQFHKLPKFINTKSCLITTGLGYDSASDDYK
VMRVDELLGLRKPVYQTSVYSLKSDTWRIIKDCKCNYYSMKPGVFLNGALHWHYIRRYIITVFVFRTETYELMRHPYGTG
PGEPSRMHLDALGGCLVVSYYYTMDRLDVWVMKEYGVHESWVKLFSFRELGSIGFMECLRPIAYFKTKGQFFMQHGEDFF
WFDVEKNSAKKVTIRGLPEYFSSQSLPGSLFLLDESCSVAGKSTSEMKRKRNKADAR*                      
>Mgut_mgv1a007940m                                                              
MSNTTTVDWSDLPPELLQTVATNLQTLSDYIRFRAVCKNWRGAASVTRRHLPREFPWLMLPLSRPFNRRGFFNPLTSNLH
RLTLPEASNSRRRAGSSFGWLILIDESPSIFLINPLTRDKFTLPPLSSFPNVTNFDFYSIGREYTLRSPENNLYYCSLRE
MRDSFIKKVILSHNPNTEPDFSAFAILSRHENLAYCKNGHDSWQIVNEARSYSEDAIYFRGAFYAVDKFGSIAICDVVSG
DSPIVKFINTGQQISGDMQYLVDAMGDLLLVSRYLDFEIDMERYFEVCKTVKFRVFKFDWNSQKWEGIDSLDDKVLFLGG
NSSFSVVASDYKGCKGNRIYFTDDYSGANYDSIAGDYDVGVYNLADGSIESFPCYPRNSHWPIWITPSLC*         
>Mgut_mgv1a018217m                                                              
MEQTVERSPNVQRGYRVQAPLVDSVSCYCKVDSGLKTVVGARKFVPGSKICIQPDINPRAHRSKNSRRERTRIQPPLLPG
LPDDLAIACLIRVPRVDHNKLRLVSKRWFKLLAGNFFYSLRKSLGMAEEWVYVVKRDKDNRISWHAFDPTYQLWQPLPTV
PVDYSSALGFGSAALVPINGKLCIIRNNMSINMLDVSCPDKRAEGSSGIWENIAIKGHFRNLFTNLWSSISGRSGLKSHI
VHCQVLQA*                                                                       
>Mgut_mgv11b021967m                                                             
MGNRISLKHVIPEEIIEEILCNLPVKSLLRFKSVSKRWRFVISSEYFIKKHLNKSCADGSKHVFGFEHRKTHFLSLGSCS
LRDEPVVTTNIDIQIRPVKKNRIVGSLF                                                    
>Mgut_mgv1a025619m                                                              
MALPIEIIEIVLLKLSVKPLLRFKSVCKSWNILISDPVFVRKHHLRQLQSKDSENLFLLKNSEVNSYGFSLVKLEKKGRK
IETLQQVFGPYLWATVLCFCEGLILISDISKDNFALWNPSTRTQTLLNPKSYLHQASYGLCRDPITADFKVVVVGWYCYS
VYSWVMVEQNYENKRIGYRLANSKEAGVCVDGASYWASTHPPQIVYYDPRDDKFKILEKPEDLDGGKSSMYLVELMGSLG
MYVYKGSDEKSVRIWVKEKGIDNHSWKELVNVENVENVGKSTWRIEPQCLVGDKIVIRTKEPKYDGLVVYHACKKRFDAF
EGVKFSPYNCSPLALPYVILLSMQSSTFVSVSCSTFVSISSSTLISSPSILS*                           
>Mgut_mgv1a006659m                                                              
MIEIGEASESGSRTPSSTCRLVRSSSFSEEESFHRQASFGGSGSRNTSPLSRMGSRNTSPSRIKTKPRGLDEETLATFCK
SVHPEIQMEDNIWANLPEDLLTEILARIPPFTIFKLRSICKRWNSILQDNSFLKFHSQARSHGPCLLTYWKNSQTPQCSV
FSLPLKQWFRIPFTFLPPWAFWLVGSSGGLVCFSGLDGLTFKTLVCNPLLQTWRTLPSLHYNQQRQLIMVADRKEKSFKV
IATSDIYGDRSLPTEVYESKTDKWSLHQTMPAVNLCSSKMAFCDSRLYMETLSPLGLMMYRLDTGQWEHIPAKFPRSLLD
GYLVAGTQKRLFLVGRIGLYSTLQSMRIWELDQTKFVWSEVSRMPPRYFRALLRLSAERFECFAQDNLICFTSWNQGKGL
LYDVDKKVWSWIAGCALQSYNSQVCFYEPRFDSVIY*                                           
>Mgut_mgv1a017720m                                                              
SDYRSAVEEEEEEKVLQRMATQTKFPEEITYEILYNLRVKSLSRFKCVSKRWRSIISSKEFIKRHLEKSNTDPDITRHRI
LLRLHHRCLQQNTVLLHSLRPLLYGPNATFDNLPQQTNLLTRVWGSCNGLTLMFVNNARLVLLNLSSRKLKIVPPFPEEG
GEYAPRHDTDRFIYGLGYDESADDYKVVCIYTLSNSKPHRTQMYSSKTDSWKKIEDFDKGIVPVEDSGKFVNGKLHWLAK
DENGGRDHEIVALDLVEGKYEIMARPENFSNSVPYQPILGDLGGYLSLIGHVFVSDTAGNMLDTSVWVMKEYGVRESWTK
IWTLSDFHDPKNCTRGALPLCFRDNGDIAVAFGSSIVVYNGKNKLREIRGAIVNDIIESLVYVESLVSPFGDEELGH*  
>Mgut_mgv1a025178m                                                              
MKRAKGEEEGSKSTDIISSLPQEILERILYFLPQEDAVRTSVFSKSWRHVWCTRPNLVFSDQTFKGKKQYFLLTVDKTIH
RYRDQRLCVEEFDLCILVDGSEDHESVTFLENWIPLLKNMGMKKFVLSIRARHSRDFTDMPSEVFGAESLQYLHVAKFVM
HQKCIERLVLLKHLDQLHLQKVYIEDAVFQRIISSCPSIETITMEGCEGLKKIKLNDLPNLINFNFYVHGNGSAVEPCRI
EIHAPSIETIDITYGNIWFRKGAEFRNLINLHLRGVDSSLEHMSSCKFPILIWLSLSHCGGLRDIQLCIDAPSLVLFEYQ
GFFIPSISFGKTTSSWRSELNIKYMQINDGYLWFLKLNELLNSVSKSRIILSVDQYLMNHDEIIRGNVNMVQYMNGCGTA
VVVDRLSLNASLSAASRKTKPSSTQKSPSSVPRKLYPLRTRHAWLALIRLGKSSITFSLLNTATKQVIHLPRIKQKPEPN
YTDIHYTCTFSEPPTNPNCRVLFTALFDPRHSLLPNRRREIHLEAEQVRRR*                            
>Mgut_mgv1a018580m                                                              
MAANHSEQVPPFLPLHVIETILINLPAKSLLRFKAVSKSWNTTISDPVFVQNHLHQSKTSNSRNLFLCRSILIFSCYDSK
KFSLARVDQDRRLRTLQVVESPRGFYTLVLCYCDGVLLLTSAEDRRSGVEFVLWNPSTQTQTIFRLPFELSTDFKCYGLC
HDPGIGDFKVVVICSNHYAVYSCKNKAWTRKKEFGDTFRVAYHPGVFVDGVVYWLMMEKDERRYKLTYFDPRDDEFKMPN
DEHRIFEVQRPTYMIDFGGRLCVYYYEARDKVVHIWIKEKGVDNNSWKELITIENVERFASYFVPMCFVENKIVVRLRGT
TVVLYNPSEKTFEEFEDTTHYFDFLSV                                                     
>Mgut_mgv1a008563m                                                              
MSDVPSELAHEILRRLPAESLLRFRAVCKGWRRLIDSPSFIRTHAANQTSSTTLLIRNSIGTRFCSLTLDSLNFEDTDQT
IDLTPVKALYRTGVPRAPVLPVASCNGLILNSHYDIDKTWVIWNPLTRQFHELPEFEGHSRLIGSGLGYDSVSDDYKVVR
LDDHWGCRKTVRRTSIYGLKSDSWRVIENYPCDCIWPNQIVGVFLNGALHWLSRDSVIVLVLETGRYHKLPLPEPTGIAE
LFETHLDVLGGCLVVSYYYMITRLDGWVMKDYGVGDSWAKLFSFGELANIGAMGRLRPVAYFKNRGHVFLQHDDDFFWLD
IANDSAKKVIVHGLPHNFTSQIVPGSLFRLDEKEEEDDDKEEQGRCKVD*                              
>Mgut_mgv1a017420m                                                              
MADDGAAGSGGDDDFEVAVEEGSQDPLAVFGSGIMLVILSRLDARSVALARLVSRGWLAVASVDEIWAPKVLILIF*   
>Mgut_mgv1a021863m                                                              
MDKISELPKDILQRILYFLSQKEAIRTSLLSKSWRYTWCTRLNVDLDFSDVAFKKNKQKFIFVVNDTLQRYRDQRLCVEE
FHLRISLGDMFNDLDHESVSLLEKWIPLLTVMGMKKFRLSVRSGHRSVKLPPVIFGAVSLQDLHLESFYFDRKAIERMLL



FKHLKSLRLDKVCIEDEIFDKIIANFPSIETLAVEECIWLRTIKVDDLHNLKYLFFKMSYITRGEEELCRIEIHPSPSLE
TIDITNCNLWFHKGVDFRNLKELSLCHVTLSLDHLSSCKFPSLEYLKIFGWPGLRDSHLFIDAPNILYFQFAQDFVASIS
FAPTSGEWESDILLNFELSHVTSAWFLKLKVLLDSLTDCEFSLNLNEYSMNGGGGGGGGGGGGGGGG             
>Mgut_mgv1a008468m                                                              
MDGHKRFYTGFDYTGFDFLQLIDEELSIYIMSFLDDQADLVRAGAVSRYWRQFVTANGLAKRLRLKKMLQYSKVAAISDA
SGRKNKLVEPKEREIIERNQKVYSSLMEAVTKSKVTPRDCIDLAISASSTNDSKRSRENTLDPTDRYNRENCYWGSKGQR
SRDGHETLIYKLKPGILVITEIDIQPFQDFSQRGSPIFSAKSVRFRIGHMKIGVEVDEDISRLTGNYPIDHWFAWTYTSP
EFPMIQENSLQPFKLPEPVLCSRAYLQIELMGRVQQNPNGLYHICVCYVRVMGRTLSPAFEIEMVEPNGNTVLKYYPDKL
NSVMENDGPVVKGIHPFWLSASVLSPPSRELGPTESFIKGFSKYLPGNFYLSS*                          
>Mgut_mgv1a003374m                                                              
MAYSFPEEVLEHVFSFLKTDKDRNAVSLVCRSWYEIERWCRRRVFIGNCYSVSPEIVIRRFPEVRALEMKGKPHFADFNL
VPEGWGGYVYPWIVAMSVAYPFLEEIKLKRMVVTDDTLELISKSFKNFKVLVLSSCEGFTTDGLASIAANCRNLRDLDLR
ESEVEDLSGHWLSHFPDNCTSLVSLNMSCLGSEVSFSALERLVARSPNLKTLRLNRAVPLEKLSNLLLRAPQLVELGTGA
YSAEVRSDTFSNLTEAFSACKHLKGLSGFWDVVPAYLPAMSSVCSGLTWLNLSYATIQSSDLIKLVTQCRNLQRLWVLDY
IEDSGLEAVAASCKDLQELRVFPSDPFGAEPNVSLTEQGLVSVSEGCPKLHSVLYFCRQMSNAALVTIARNRPKMIRFRL
CIIEPRVPDYLTLEPLDTGFGAIVENCKELRRLSMSGLLTDRVFEYIGTHAKKLEMLSIAFAGDSDLGLHHVLSGCESLR
KLEIRDCPFGDKALLANAAKLETMRSLWMSSCSVSFGACKLLGQKMPRLNVEVIDERGPPNTRPESCPVERLYVYRTVGG
RRDDMPGFVWNMDQDFSTFRDSQEQENGN*                                                  
>Mgut_mgv1a021348m                                                              
MDSKKNIKINDDLLREILVHLPPKTLFKFMTVSKKWKYIINDPTFLKFHSNKQRRRSSAVAGDDGGHLLALFQLTTKHLS
GRYRRRPSEPAMNILAVFPHGNPEIMCVEKELGYFINSSEGLVLCGRHSSKYHVMNPVTKKWVLLPPPPRHRLDQDQQYY
RDWTIGLMVTAWEGDKSYIVVRAALTDDLDQQLPIETYSSKTGEWVPSMLFGTGEFVLHPLPGAPLVANGVFHWYTYNWQ
IALYDPSDETGHVQLIKIPYLDGAVSRAITRSSVDNTLWFGTINPDKIQIYKLPKGEKDGRMSYKRKKTIPCHEWELVHD
IDIESLGVFFHVPDPEKNRMDRIRLECFVPNWYPLVLVLRQAEKIFLYNLGSNSVEWVSYYGCPYNHLVHEEYLCPYIES
SCLSSYFV*                                                                       
>Mgut_mgv1a006943m                                                              
MKSALRSDFDSDFISNLPNNIIDNILGCLPLRDAVSTSILSREWHYKWMSCPDIVFDFWFDQMFLGGHKLEPLVYQILKL
HKGPLLKFVLQVPDLKSSPAIDEWVRLLPNKTLQDLTVHVSRGETHKLTDHLFTFQQLRSLKLYNCVFDPALDFKGFPKL
VNLELQSVALVPETFGRFVASCPNLERLRLVLCTSFDHLEITGPKLKYFEFHGVFKSISFKNCPLLSEVKLTFSSMEFKR
GNRFSLDLVKSLCTLPALEDLQLQAYALEDLVEHGAPNKLPLSLTTLKNLHLSDMYFEKIEETSCAISFIRSCPNLQKLK
ITAFTFDVVDAVADFLRSQRSSESFTQLRTVKMQLFSGIEAEMEFVKYLLASATALEEMTITPHAGSVTDGGESILNEIK
RYPRASPSVEIFNSEGNYGNKHVSV*                                                      
>Mgut_mgv1a027144m                                                              
MDSSPLNTLPQDTLHQIFSRLSLRRIAAAKCVCKSLHSALSSPSFLHLLRTTTQSQPLSLVALKPSHRHVTAHPTLHAFD
PAANRWIKFSLSFLPFSALHPITSCDGLLYLWASSLQNPPISPALNSQKALVVCNPLTGQFKTLPQLGSAWSRHGSVLAG
SLSVVLVLTELAILYYSDNGNPKNGTFDPSISSNWLKFSSNLPSKPRSPVLISDFILTLCDVGSPWRSQWAMFKTKIANN
AEKKTMQWARLEKREWGDIFDILKRPRLVKAGDDKKVYMVGGLSSSYALQSACTTILILRLDLESLKWDEAGRMPVEMYR
CFMESSKFKVFGAGNRVCFSAKRVGRLAMWEEVKGDENTQWRWVDGVLGSGDGLPRGFVFEARLDAVP*           
>Mgut_mgv1a007132m                                                              
MPIIEKLNLEKKVDVQKCNRRSRPYYFRRCKHKCLSSTTSIESLPDEIVFQILLQLEAEEIYESAMLVCRRWYKIIHTHD
FIQEHLKHSSPGLLIQDWTTSEDPTFVTLSRGGKVNNFKFKLKSKYRLNLNSKYWATFNGLALEDYPSKGNNLHRTVFVV
NDTTNKRIAVPQFSAHQHACHYFSCLGYAPASKEYKVVHIHSYPGSNNLSIQGCAILTLGVGKSWRCIDTQHIPATAVHL
LAYRPLITEGFVHWGGWFSTCFLSLNLESEIFTETPIPHDIYVDRIVYNYYFSTWRSVTLINATRRGFSWDIWEMKKPGE
WKKVLKIDLDAQKCKIEKHWGCTLLNGLIPAGWLNYMDVFVLSVWEVRDKALVLYDVRTREIECLDLDCIGDLSIYCLHR
NSLVWLDHTWMDSASKSN*                                                             
>Mgut_mgv1a018366m                                                              
MERAAVENLDFFRRIIYVIDDLGEAVIRNILSRLPAKSFASAACVSRSWNTICNSILSSPKLASAVSFNPSLEKALNEVV
EKVLMEPIRPHFVLASIGPCFILQAALQRIEGIFGSKIPIIINVAEGVIGRDVRTDKFVEVIFKSYVQWALLAAKKKYSW
STDTQPTATCGMILTVGFLPGLKVHLVPLFRSQGPQRLLVDKFVMDIREVASAFSHSSSPAGIMLFADRKTNILPVLQKT
EYAFSKDTFIVGDGGSELLFRISETTTMPPNSTFAAVALLFTRDINKPLGIREIQFHVMLSTGVTAVGPVYKVLSVEEHG
TSTCFTATRETIPEPFEGEAILHDILDEVGEDIMFAAKATYIGVTKSRSCSVGTERAKLMQFHEFHKFEPVGDEALPPVR
SVGINSGDPFRFYISDKDPALSTTYNIYYMLMDLKEDFNNRIKKHEKAEVFGGIVFCCRGRGGNYLGSPDYACFPFVDNF
PGVTFAGTHTSAEIARGCFGYLYGESDQENNADIHCNLHPYGALYLVMSYHCPIPER*                      
>Mgut_mgv1a018348m                                                              
MNQETSTYLPPEITINILSRLPVRTVITCKLVCKSWLELLETQEFAKSHLSESVPGLVVYQYDNYIKTFEFEDDKLDFER
HELHYNQVTKLDRRAFISSPHAAIGIQGSSNGFLFLREINTQPNALYICNPTTREYIELPNEGFVYRYPTMVTYGFGVSK
ITGQYKVVNVYHKCERDPHTQVLLRIPKSFCRVYTLGTRKWRSVTPSAPLVYNCRSVGAFLNGNLHWLVSDLTGSYFISC
FDLEREIFSTFLPPPPLRPSGRLLGGLVNLGGDLCLCDNSSNDEIVIWMMKEYKNEKSWKKEFVISKRPDFDGESYDFVY
PIKVFKDGDILMSCQCINLFYYSNKTKTLRIIDTLELGDSDIDSMLYTSSFVSLESCFPMENVRPF*             
>Mgut_mgv1a026227m                                                              
MEKAKRDSLSIDRISDLPKDILHRILYFLSQEDAVRTSVLSKSWRYIWCTRPNLDFSDIEFNGNKQDFLSTVDKTLQQYY
DQGLSLEKFRLYLSLLGKDYSYHESVLLLHKWIPLLKAMGVKEFCLSILFDHNLGITDMPSVVFKAESLELLHLNRCNLG



QNIPENIPFVRLRVLRLSNVLVENEVFEKIISSCPLLTTMSLDGCKGLKTIKLEKKIHKHLKHFTFINLMNRTAEKCNIE
IDIPTLETIEIMGSKIRCSMRN*                                                         
>Mgut_mgv1a025864m                                                              
IKGNESTVYFSEEIVEEILSRLPVHSLFRFKAVSKSWNTLISSPSFAESYLNNYGNSNNFVLLAFDQTTRKWKLSFTTFG
TSSPSELTTVAVGDGGGGRADEKFIELPTMLEKTRRIKEKIIGPFNGFICIYRILGMPRMGGITLCNPNLRTTETLPICT
VTDNEFSFRTSVIRSMGFGLDSVTKEIKLVQILSYIFRFKDAIKKGIRVDIYSPSNKTWRHVPDDDAATSDTFISRAIGS
YEDGSFAHWIDNNQSVVLSFDMQKEVFVRTPIPIEYDQFKHKVKIFAKGSSSLVLFAYPRERVTGKNYLFERWELKGLKH
WTRLTRVGPFLGVTKPVGALWRSRVIVVRGKTKLVFYDYSTQQVRRIYDMEGNDYHLNCSDLIKVLEYKGILL*      
>Mgut_mgv1a010683m                                                              
MDEAYTDSRKWEDMDIDILVKVFQNLDIFELTSGVGHVCRTWRMAAFDPWLWKKLDMSLLKSNFIKIPLEPYVYVDGRSD
KTFTRVLKIALNLSRGNVSTLIFHYNMYVSDDQLLYTAERCPHLKRLVMPAWNRIKKTGICRAVQMWPNLESLTMPSISN
PPYLMEEISKNCQKFTELKIMGPCDILFASTLAAFLPNLKVLSVRCSVLFKEALVIILEGIKGLEVLNISHCMLVEVGPQ
PGPRRVLTRLDKSILEKTSRLKKFVTCMSDSCVVCQRTRNDEGLIRWYKYEEDFWRVDEVSSLAV*              
>Mgut_mgv1a020644m                                                              
MDRISELPEDILQRILYFLPQSAAVRTSVLSKSWRHIWCTRSNLSFSQLNSKVNEQEFLTVVDKTLRRYCDQRLCIDEIL
LCMFSCHELVSLLDKWIPLLATIGVKEFCLFILSKDHFGSAKLHFGQSSPENIPFVRLRVLRLSDVLIKNEISDKILSSC
PLLTTVCFHECQGLKTLKFDKKLHKYLTQFAFVKHTAHTVEECSIEIDAPALEIIDVYGSKIRFHGHNSNLKSLSLLNVE
ICSNSLAAEQSQILHIDAPNITSFEYLGVVIPSISFAPTSGRSNLELYMRDDDVDDAQSWLLRLSKLLHALRKSEIHLDI
AQLSRNYVHIQEDIIINGGNNEPVVVEHLQFSIGNLYSFPSVLNGLFCICRPRNITPSWFSHESNSNKETELKKLGQFFR
NIEKMRESGNQEIWRDLKDLTLEGFDESRQQWQVLQVTRLSESPLPDFDRFRVRLQWSDRIQDCDSTSRILES*      
>Mgut_mgv1a024297m                                                              
MSDIPSELFRKILLRVPADSLLRFSTVCKAWRAIIGDASFIRSHATNQSSSTTLVIANSTGTRLFSLSPDSLDYNNDAHQ
VIDVMPLRTLYRTCVPRLPALPVASCNGLMLLSHYDVDKIWAVFNPVMQDFHEVSEFDHDSRLIGTGLGYCSASDDYKVV
RIDEILRHGKIVYRTCIYSLRSGFWKVINDCPSDFPWLSPGVYLNGALYWRSWDFVIALDLKTENYDKLPLPPDLGKPFE
TRVDALGGCLILSCYYMMNRIDGWMMKDCEWVKLFTFGEGYGSGTRWNLRPVAYFKSKGQVFLLHDSGFFMLDIERNLAK
NVTIDGLPEFFSCQFFPGSILPLDESYAVEVKSSAGTKRKRKKKTANKSFLRVL*                         
>Mgut_mgv1a026910m                                                              
MRNKGLFFLIINLPPHIIIEILARLPPKKIIQCKSVCKKWLELINEPYFASFHFTLSIPSLVVHQTETFKNFFKIVHFDD
KYDHHSLPRDTMLKFNLKNLSIFSDSNIVVDGSVHGFLLVRDVNYKHETLYVCNPLTREYFQLPSPKGLVRYPSVVTHGF
GVSLISQEYKVVRIFHERELHPRNRSCVRVPYSETQVYTLGKTGWRTIGGAPFAYDSRSIGLFFEGRLHWLIQDLEAAHD
LISSFDLENEEFRPIPPPFRPRRKLLGSLGVLKGCLCLCDNTSNFEIEIWVMKEYGVEESWGREYSIKKIPELSGPSYQI
VHALKVFKDGNILISSPIRVIFVHIFSLVKSSPSDFCTYFIIGRVRSE*                               
>Mgut_mgv1a022596m                                                              
MSNYFPTELLSEILVKLPVKTLIRFTAVSKSWRSIITSAAFIASHLSTNSKNQTVLLTRYGLDNKLDQFSLLEVSENGGF
GINSSMVLEAPFGFQIEYSRVVGYCDGLVCLSNCMFFRNPSQRGIIIWNPSARYSTVLVVVFRRRSRYFPDTWSWRRLIR
GVDVALRAYSNVYRRAFLYGVVHWLAKEPIHDRSSVLAFDIGDEVFGEVMLPDELATGASVELGVFVIEESLGIVGSTNE
LCDVWVMKEYRVKESWTKLYKIDLAEEIKNLVGFWKNGEALLMLRDLWLVVYNPETKETKDLGFYGNPYSSYVDIYVESL
LLCMVMFLHKCFSIKSNYGWKV*                                                         
>Mgut_mgv1a008386m                                                              
MTATESIRGGEIVGAAEDDSFDRLPDEVVLSIFEKLQDARSLCLSMAACKRFRSIAPQVGEIFLPVPHQKKSAIKESDLQ
TPRGFFRNLVIKALMKPYNFISQIVRFKSKSDDNNDLDFYSYYVPNEILKSFEEIRALHLRLPCHGNQKHGSKRNVRNPA
TFLKWKAEFGRELHSCVILGAKSWTEKPLKEENSTASDQEESRFMSDDDLKIRIVWTISCLIAASARHYLIQETVKTQKS
IANVVVSDETDQGRLCMNREQIEETRELKANRSGEVSEYRSRVPALRMKMWYLERLELSGKVMEGATLVVIRPAASVAAA
GGGVEAEKVKKGMMSDGDMVAGAFAGEEREGKVLDEAVRKLMVAKKCYTLEMNSF*                        
>Mgut_mgv1a023378m                                                              
MEKAKRDSLSIDRISDLPKDILHRILYFLSQEDVVRTSVLCKSWRYVWCTRPNLDFSDINFKGNKQDFLSTVDKTLQQYY
DQCLSLEKFRLYLSLSDHTPGITDMPSVVFKAESLELLHLNRCNLGQNIPENIPFVRLRVLRLSNVSVENEVFEKIISSC
PLLTTMSLDGCKGLKTIKLEKKIHKHLKHFTFINLMNRTAEKCNIEIDIPTLETIEIMGNFVSRQCRTISA         
>Mgut_mgv1a021964m                                                              
MSNYVPTDLLIEILVKLPVKSLIRFAAVSKSWRSIITSAAFIASHLSKGKNHTHTLIHTLSTNSLVKFTGGVPFAVNSPS
KLKFPYYESDSIYTRIVDSCDGLVCLSNNFFIIDFAQSPGVIWNPSVRNHIALPNPAINPEDAYISVLGFGVDAGRTHHK
VVRFLYCRNAAGIFTTRVEIFSLKTWSWRRLIGGVDISLHAYLSLYFRQVFLNGVVHWLIEQEPIGDNSFRRSYILAFDV
GDEVFREVMLPEWEAGGSGFAKLSIFVIKESLGVVKSTGESCDVWVMKEYCVKESWTKLYT                   
>Mgut_mgv1a025224m                                                              
MEYSNNLPPEIIEIVLLKLPVKSLLRFKTVCTSWNTIISDPVFTRIHLENSNNSPNNNDNLFITEKGDTERGFSLFKLEG
GKLHADRVSENPSGNMVILCECNGVLLLRDSSGGVNNTSNYVLWNPSTRRVRCFNDPYGSTVNYGLCYDPITDDFKVVVM
KRSSYSIFSCNSDSWTEVEESRSYDSVGWSGVFADGALYWLFCFEMARFDPETDELEALRKPEQLGDYDEFSLGRLRGRL
CLYCNNTGDDERGIRIWIKEKNSNDWEAFVAIENVPTDPIAVWIYVDSFRIGIVCVFQLSRQRRLLVT*           
>Mgut_mgv1a018042m                                                              
MALPIEILEIVLSKSSVKSLLRFKTVCMSWNILISDPVFVRKHHLRQLQSKDSENLFLVKNSEVNSQGFSLVKLEKGRKI
QTLQQVFGPYLWATVLCFCEGLILICDLSKDNFALWNPSTRTHTIFKATFYCGDAAFGICHDPITDDFKVVIAKSYDYSV
YSCNNNSWTMLEKKYETKYNDYSVEYELGVCVEGTSYWASADELQIVYYDPRDDKFKILHMPENMDYRRSEFGKSIYLVD



LSGFLCLYYEGRDKTVVIWRKGKGIENHTWSELMTIENMEEPLRWFEPKYLLGNKIPRRSRSVVSVSPIPPLSLCAGD* 
>Mgut_mgv1a019376m                                                              
MVHYYGIHGTESEKIIPSNIPPEIIEIILSKLSYAKSLLRFKTVSKSWNTLISNSFIHSNHLQSSDNSPGNLFLSTDTYG
TDRGFTLVKFEVGNIHSGEISVENIPNGYDRILCECNGLLLLTSIYGEKLEKSAYNVHYNPKKDIECKTKL         
>Mgut_mgv11b022236m                                                             
MQRVRVSSQQAPVHKLGDSQMTLSPKFRLPAARSTITDHALDFDSSLTGEPLIPGFPNDVALQCLLRVPVDQHTSCKSVC
KRWYSLFGSKELFFTLRKVLGFHDPWLFVFAYHKCTGKIEWKEHFLLYVYFY*                           
>Mgut_mgv1a003416m                                                              
MLPDLCGSRLLLSLPDDIFSVITSSLSPSDVCSLGLACRDLNAVVSSDKVWLAQCSKLGIKLLPLSTLVEWRKGVLSYRA
LCRFLIDVHPLIGIWVHQNPELGNVVYVMPGFLSLVGCRIIPQEVGPLGLEEGPILWTPVFEIICNHVGSASFFLHGRER
GDDYVYPGLLKNSSADKNCNVLLLEVEPRHQSEGGKLTYSKSFARELDNEVSLSNKLSRSCSGRVSNSKSQKMPFSRLGF
GDRRRLLDVVTSQIRNIVPKEANVMLFPRSKNDFGVLYERRLLLLQMYDEESSSPFNPTELGSSDVCKSLECTTTTTSVD
QCHVTKSKTLSGFLKNGLKHILRKSSVDQESQKSTSSSSRCQSKLHEFLRSGDRVGLSLRAATMKLSSYRAWPNMHDSRF
ALYKLPLHPSNACDEYAGLWGATFGWPPGRKSEEKPGKALFLILISYEESEGEKLMIGTKILEGTSYVLHPNGSAMFIVN
VNQPSMELFPIESDGESNYIEVKRSFSGEGVANGYGFRYPGSKPGSLFVLENGLLVFMWKESRVVLTLQRLDLGELLRKG
ERVNSLSPISNFAYLTKTYSNVYSGF*                                                     
>Mgut_mgv1a020895m                                                              
MEKTDSLDDSKSMDRISELPNDILQRILYFLSQEDAVRTSVLSKSWRDIWRTRPNLDFRGPFNLNDLKQKFLSLVENTLQ
RYCDHRLSLEEFHLHIWLDDFWYQKSVSLLEKWIPRLKNMGVKEFRLSICSEHYPRYTDLDLPCVVFEQESLRHLRVRRF
KLDRKAVERIVLLNNLRSLHLQEINIEDEEVFQKIISNCPSIETMRIENCEGSRNINVDNLRRLKDFHSSGFNLGVANTE
RCSFEISHQSIETIFITYGNLLFHKGVEFRFLDVLRLHGVRLLPDNLSSCKFPSLKRLVLDHCDGFEVIELFIDAPKIKS
FEYKGNFVPSITFVTTQNEWDSHIFVRSADASSSWWFIKLNELLKSLSQSNIRSLAIYYIYHPRNIVHEPQFVILDKPVV
VESVKLKCDNSTLFSPLLNGVFRIFRPRNICDFDMVAWDMDVIECLWKIFMERESGDKDEPFRRFWKRELEE        
>Mgut_mgv1a008880m                                                              
MRGSRRKKFQIRRLMKKTPASESPPPPPWIELPTELTLNILNRLGVVELLESAQKVCTTWRSVCKDSSLWRVIDMKFPQH
RYDMPYFNMSCDIDMCRDAVDRSRGELIDINIEYFCTDELLEHISERSSHLKRLRLACCDGISSHCFRESVKKFPELEEL
HLFFMPSILYEDIEAIGISCPNLKSFTFNDRGYKLPLVDVNNNYAFAIAKSMPNLHHLRLFGNRLTDEGMQAILDGCPHL
ESLDLRQCYKVELGGDLGKRCSDRIKYLKQRYDSTSDYEWDADVYFDENDHANPSNYDDPFGNNYVYSMGPFDDYTDPFN
NDDFLFGYEDIFPIGLSDDRNPFGNDYFSDDEDFLFWLYV*                                       
>Mgut_mgv1a019266m                                                              
TEHNMQKKMDFGKCNPRSRPYYFRRCKYKCFSSTTNIESLPEEMVSRILLELDAEEIYESAMLVCRRWYKIILTHNFIQE
HLKHSIPGLLIQDWTTSEDPTFVTLSRGGKVNNFKFKFKSKYRLNLNSKYWATFNGLALEDYPSKGNLHTTVFVVNDTTN
KRIAVPLFSAHQHVCHYFSCLGYAPASKEYKVVHIHSYTGSNNLRIQGCAILTLGVGKSWRCIDTQHIPATAVHLLAYRP
LITEGFVHWGGWFSTCFLSLNLESEIFTETPIPHDIYIDRIVYNYYFSTWRSVTLINATRRGFSWDIWEMKKPGEWKKVL
KIDLDAQKCKIEKHWGCTLLNGLIPAGWLNYMDVFVLSVWEVRDKALVLYDVRTREIECLDLDCIGNLSVYCLHRNSLVW
LDHTWMDSASKSN*                                                                  
>Mgut_mgv1a003674m                                                              
MNYIPEEVLEHVFDFITSHRDRNAVSLVCKSWYSVERFSRDKVFIGNCYSISPERLIARFPRLRSLTLKGKPHFADFNLV
PHDWGGHVYPWIDAMAKSGINLEELRLKRMVVTDESLELLAKSFPTFRSLVLVSCEGFTTDGLAAIASGCRFLRELDLQE
NEVDDRKGQWLSCFPDTCTSLVSLNFACLKGEVNVSALERLVGRCPNLTSLRLNHTVPLDALHKILARAPQLNDLGTGSF
VHDPDSESCNKLKNVLRMCTSIRSLSGFLDVNGRSLPSIYPICTNLTSLNLSYAPGIYSNELIKLICHCKKLERLWILDT
IGDKGLGVVASTCKELQELRVFPSDIAAVTEEGLVAISAGCPKLNSLLYFCQQMTNAALITVAKNCPNFIRFRLCTLNPT
IPDAATNLPLDEGFGAIVQSCKGLKRLSVSGLLTDQVFLYIGMYGEHLEMLSIAFAGNSDKGMLYVLNGCKKLKKLEIRD
SPFGDVALLADVGKYETMRSLWMSSCEVTFGGCKTVAQKMPRLNVEIINNEGGEPMDDDDDVDGKKVEKMYLYRTLVGPR
RDAPEFVWTL*                                                                     
>Mgut_mgv1a024012m                                                              
MDIISELPDDVLRKILYFLSQEEAARTSVLSKPWRYIWCTRPNLDFSYTPPTMGVDYNRFRAENKIKKQEFISAVDATLR
RYRDNQSACAEEFRLSMSLDNSNYDPDRVSVSFLEKWVPSLVNMVTKEFHLSIVSERYPGRVELPPVVWGCEPLRYLYLE
KFLLDQKAIERIVPLKNLKSLGLQEILIEDDTIFGKIISNCPSIENLDVHGFLSLKTIKVSDDDLHNLKNVNFSFDTVLR
DVLRELRIIEIHHSSLETINIGNANICFGEGAGFLNLKYLNLGGVKSPLGHLSSYKFPSLENLEFHDCDGLKGSEVLFID
APNIVYFEFSGEFIPSISIATTSEEWESCIDIPYVPGNNNDDPLSFFIKLKQLLESLSDSEIYLTGNHSMHFNDYVIPEN
IRNGCDGGNKYVVVENLILNFHLSSVIPSLLNRFLSICRPRNVVN                                   
>Mgut_mgv1a019474m                                                              
MICGVKRSRVYVDRHSRSSRRCERKSILTNIDSLPDDLLFEILLQLPAEDIHKGARLVCSKWYNMVRTRSFRYEHIHLST
TGLLVHQSERGDRFFVAMREGRVEISKMSYGFKGSVSAGSGCSGLILEVDVGKKSKRVCAVNPATGRRLALPPFVYHNWS
ENYDCFGVAYVAASVEYKAVCTYYDNYVQRRGILILTVGVDKSWRHIDVEHLSPTSRKLLDCNPLTTE            
>Mgut_mgv1a006925m                                                              
MGGGDDDDRISKLPDDILVDVISRLSLKEAGRTSVLSPRWKNVWKHTPFLNFDADDVLQKIMEHHSSKDLIKIEAPKYVE
WVNSVVRAHKSPTLKEFKIRFHLDNKYESSITQWLEFAFSKQVERLELNHENFINPNEYYCLPDFSSFASCKSLKALSLV
SVHVTDGAVEFFLRNCPLLEELTVCCSHKFLDLEVCGPSLVLKHLDLQHTYDFRTLKICAPFLTSLKVQITKGLLIENVP
MLVDLSLTSYSVKGLISAISCCFSQLEVLCFSLTSINKEVMSEHGNFPEMPKLKKLFIEYKTCGYESLVRLMASLIRKSP
SLEEFALQYNYFPPKVRKDRGVEEAMWFPNNHVKVFKLSSDYSRVSDVMVYIVGGILGNCAGLEKIIVDTSDGYFPVNDR



HKIERRNKAKQQLEPQIPHHIEFVVL*                                                     
>Mgut_mgv1a025373m                                                              
MASNNQGGGRIFQSDSFPRLSWVALAASEGKSKLPISAAGEPSRQSSAPQLPKSFMSTSVNYDHNNNNNNNNNNNNVVDG
DDKISQLPDDILISIISRLTVTEAVSTSILSKRWRYLHNYTTRLDFSFTSKTDCDGVSKREFMKKHARVINRTLDSHKGG
GFLQEFRVNLPFYGRELAGRMRRWIDFAFSRQAPIIHLHAIYIGAWIRFRYLIPCRNEFLKDLSLKSIDLDEEVFMLILE
NFVVLERFSVESSISLGSLCITGVDLAPKLKHLAIRQCYTIKFIKIVDMPNIESFECYEMRTDYKLVLENVPSLCELGIC
KKIGIPILSQGTIGDQLVKLKLSVVYFRDAVHDYMDNMLRFRKLVKLQHLEFEFLLYSYYRIHKLIHFIEACPCLQKLEI
RFIWETGFLCERSDEKYIENPIKRRWSRDLKRVKLSGLIGCSGELEFGSYIVGNGKDTTALEELVMETSPNQNARSRRRA
RARLRHWFRPKLPDSVHFVVV*                                                          
>Mgut_mgv1a022804m                                                              
MSGKRRIISRNLPEEIMEEILHNLPIKSLLRFKCVSKSWLFTISSKAFIKEHLKRSIAEDEEKRGLTDLTNHKLIFKYES
SDRRTNAPLSYNLGSCCLVNKPEITPTLNIDIPMPTPNACLVNIMGSCNGLILIKFRKLILWNPSTRKHMVIPSPSFDPI
PQQDLFHVRLYRIRYGLGYDEANDDYKVVSIRQSDYQQPHLQTKVYSSKTDSWKEIECSNFKHCFQSTHYGEYVNGRLHW
LAECNKNRGNPDIISFDFKEENINEYSSGPVSLVELGGYLGLMNITSDADVNVWVMKEYGARESWTRVWTSSDFGVDQLG
DRSLCRGRCARPLCWRKNGDMLVAFG                                                      
>Mgut_mgv1a019102m                                                              
MAKRWRSSCSEKDNKGLDKHSSIDRIGALPDDLLVNILSLLTFKEAIATSVLSSRWRYLWTFVPKLDFDGGESLLKVSSK
GCTKSLLNKERSAYVEWVDHVLALHNNSTVEEFRVFFDLDKSYKDSIGKWIRYALARKIQRLELNLTDEFYGRRGYDKYY
DFPYKLLKRVENPIAIDCLKSICMNCVNVSGEALEFFLCNCPLLENLSVSESGQLSSLRIISGSSRSLKSLEISLCHNLE
LVEIRDSNLVCFKYEGPRINFLLENVPHLVEMFIGGLLGSKFKMLFDFNLFSLITPTMAFLDILFLF             
>Mgut_mgv1a026876m                                                              
MSDYFPADLLSEILVKLPVKTLIRFTAVSKSWRSIITSAAFIASHLSNNSENQTLLLTRHGKHCKLDQFSLLKASENGNF
GINSSSEIEIPFEFPIDYSRIVGSCDGLVCLSNDMFFRNPSIPSIIIWNPSVRNHIVLPNPTINPIESHNVVLGFGGLSS
NVYKVVRLVYVRKIDDVGCLSVPPQVEIFSLDARRSWRRLIGGVDVTLWALKSMHCRAYVNGVVHWLAYKPFDENQPRRC
SILAFDFDNEVFGEVMPPDELAKEASVSLGIFVIEDSLVIVGSNMVSWNVWMMKEYCVRESWTKLYTIDLLEEITNFVWF
WNSGEALLTIRDLGLVVYNPETKETKDPGIYGDPYSFFVDNYVESLVLVRGHG*                          
>Mgut_mgv1a008178m                                                              
MVTKSESKLSQYDHRPSPTRTRLRIPPAAAAAADETLPAEIIEEILLRLPVRSLLKFTSVSKSWRALISSNDFIKAHLEI
SRKDTNFTRYGVVSAYLPLSHCSLPSLFSGLVTDAVSVDFPFPISVATVCVRGTCNGLVCIVISMKHIFLWNPSTRKFKQ
LPDATDDRLTMFVINYGFGYDESNDDYKVLVVFNGGRDGAIVKIYSCTTNSWKRIEAFEDGLPFNETGRFVSGNLHWSRR
RVNESDSKWDIVSFDLASEICGNVAQPIYVDGDFAPWFRPFGDCLCVFYDHPGIGVDVWVMKEYGVSESWAKIVTVPYLH
DPGQGRFSKPFCIGPKGEILVECLRSFMIYSPKDKRSRLAEIRSASPFLEADVYCESLVSLV*                 
>Mgut_mgv1a001313m                                                              
MSRRVRRRVLTRGKEKLDYSEIDESLSLDDRGVLDWTRLPDDTVIQLFSCLNYRDRASLSSTCRTWRTLGKSPCLWQALD
LRFHKCDPASASSLVSRCENLHKLRFRGPDSVDAIINLQAKNLREISGDSCRKMTDATLSVLAARHESLECLMIGPDFCE
RISSDALKAVAICCPKLRKLRLSGMHEVDADAINALAKHCPKLTDIGFIDCRKVDETALGNVASVRFLSVAGTTHMKWHL
ISQHWSKLRDLVALDVSRTDITPTIISRFFSSSISLKVLCALNCPLLDTDPTYLSNKNHKGKVLLAFTTDILKGVSALFA
DTPMTSKTNCFLDWRNTKVKDGRTDEQPPGLDSFWLNQGTSLLLTFMQSPQEEVQERAATALATFVVIDDENACIDTGRA
EAVMRDGGIRLLLDIARSWRDGLQSEAAKAIANLSVNANVAKAVADEGGINVLVNLVSSVNRMVAEEAAGGLWNLSVGDD
HKGTIAEAGAVKALVDIIYKWSRSGGGDGVLERAAGALANLAADDGCSREVASAGGVQALVMLARTYKVEGVQEQAARAL
ANLAAHGDSNTNNAAVGQEAGALEALLQLTRSTHDGVRQEAAGALWNLSFDDRNREAIAAAGGVEALVSLAQSCSGSSHG
LQERAAGALWGLSVSETNSIAIGQEGGVAPLIALARSDAEDVHETAAGALWNLAFNPGNALRIVEEGGVPDLVHLCSSSV
SKMARFMSALALAYMFDGRLDEIAVVGTSTESGSKSVNLDGFRRMAMKHIEAFLLTFSDPQAFAAAAASSAPTALTQITE
AARIQEAGHLRCSGAEIGRFVLMLRNPSPILKGCAAFALLQI*                                     
>Mgut_mgv1a023526m                                                              
MDRISELPKEILQQILYFLSQEDAVRTSVLSKSWHNIWCTRPNLDFSEATFNGSKQEFLSLVDKNLQRYCDERMCVKEFG
LCISLDESDRESVLRLENWIRALTDMGTKKFCLSIRSESEHGSEFFHLPSVVFEVAESLQDLHVEKFTLDQKSFERTILS
KHLKELHLENVYINNKDFQRIISCCPLVETASIKSCKGLQNIKFSFYKTPYTEDERCSIEINPPSYIQTIYITNGDLKFH
KGADFRNLEYLYLRRVTTSWDHLSWCKFPSLKLLVIDNCDRLKESRIFIDAPRIICFDYRGDFIPSISFATTTPGRRYSN
TRVTYMPSDDATTWFFKLNELLESLSRFITSLSIYQYSTNDGDVIQENINLLQGINGCNKPVAVESLWLDCHLFSFSSLL
NGALSVCRPRIIDAFFFQGKMDHIERVWKILTERESGDEERLWLQDLEEVSIEVEDKNGEGWHPIT              
>Mgut_mgv1a026924m                                                              
MIPKLPDELIIEILARLPVRSLLRFKCVSKSWLSLISSQQFVETHLFNSKKNPNFTHHSVILTCEGKLERSSIPSLLSND
AVFYVLHSEFAYGSGENLAFVVGSCDGLILLSCNDKDLFLFNPSTRIHKKLPRFGEKIKRGRRCSHGLGFDKSSGDYKVV
GLYYTDKDLSEVKVKVYSSKNDRWKSDRWKTKTTVNRSNMRRVRGELGAFAHGKLHWICHSSSGRGSEWSVVYLDLETEE
YGELQMPNYEENELKCGGPVLGASEGNLFVLVVYPSSADMWIMVGGYEGSGNESWTKVVTLPYDGGLVYPPYVDGSVELP
YADDFSAYANRSPLYMLLLWCSSIVVFDGKGFTARSRQIRTDSRYYQADTYLESLVSPLG*                   
>Mgut_mgv1a021878m                                                              
KFDEDLLEQILSHLQVKDLLRFKSVSKKWNSIISTPRFVNLHLNKSISSPFHHRIFMPFPKSFRAVDFHIMDVQDHLPRP
EEAVGTFIGSSGGLICYLNKLTRRICVWNPSLRLSKTLDLNIQEAFLSSGSGENPPTMNTRRITIMPDQDEYRNHIYVIK
PFSCVSESTQVEMDDLYFSSSDDGTFFSGLVHWFAGSYRIESVIGSIYHDAVFTYDLGAKTLGKLSTPVGLSSSTGSIGV
IDGCLSAIYQVCGGDCEIYEFWMMKEYGVKESWTKMTSLSFSNCDNGLSSFSRLKLVGATDTGDLILCCAPDCQLLIYNV



AEKKSKIVLSNGYGYARMYVETLVFP*                                                     
>Mgut_mgv1a021046m                                                              
MAALFTCDEVVGGICIFPGLRSYALTIEMEGKLEEILQRILYFLSQKEAVRTSVLSKSWRNIWCTRPNLDFSDDTFKDNK
QQFLSVVDTTLQRYCDQRLRIDEFSLRILLRVLDHESVSLLEKWIRALAGMGVKKLRLSNSWERVSGFVDLPSVVFEAES
LQDLRVERFILGRKAIDRIALFKHLTSLCLKRVCIEDDIFETIISNCTSIETLEVNECERLTNIKTNRLHNL        
>Mgut_mgv1a018808m                                                              
MKRPKGEGDYNSTCRISILPEHILQRILYFLSQTEVVRTSVLSKSWRSVWCTRPNLDFSIHAFKGNKQDFITTVDSTLQR
YLDQRLCVEEFSLRVSIGSDDDEESMPALEKWIRLVTNMGLKELHLRISMEEYPCYSNHLPSVVFEAESLKDLYLERFIV
DQNTIRGILLLKNLKSLDLQRVSIKDDIFEKIILSCPLIETLDVRNCRTLTTIDATSLQNLKKFTFVNDNVPFVDDCRIK
IHTPSLEVIDFRGRYMPFLMGADFRNLTRLSLTDVDSPLDHLSTCKFPSLEILYIYYCCGFEEIKVFIDAPKINNFDYFG
DFIPSISFATTTTSSSEWRSNIHLHSTDVFSSLWFVNLNELLKSLSQSEISLNIDQCSPIRKNIA               
>Mgut_mgv1a006543m                                                              
MDPFHTSPMSIPNIPYGFMTSIPITTNTSMNPPRMDCRIWSRLPHRLIDRIIACLPPPAFFRARSVCKRWYSLIFSNTFL
ELYLQVSPHRHWFLFFKQQSLKNHILKNNSTTTSNNNNNTCCRAHCEGYLFDPDNLKWYRISFPLIPTGFSPASSSGGLI
CWVSEEGGSKSILLCNPLINSLVQLPSTLRPRLCPSIGLTITNSSIDLAFAGDDLISPYAVKNLTSESFHIDGGGFYSIW
GTTASLPRLCSLESGRMVHVEGRFYCMNYSPFSVLAYDISMNEWSKIQAPMRRFLRSPSLVESRGKLILVAAVEKSKLNV
PKSMRLWTLQECGSMWVEMERMPQQLYNQFAEIEDGRGFNSVAHGQFVVIQVKGSADKALLFDFVGKKWAWIPPCPYINM
SSGGGGREDELHGFPYEPRLAVPITALLEQLTLPFSNFIA*                                       
>Mgut_mgv1a021794m                                                              
MADNKSHLPPEIVEIILSNLSVKCLYRFKSVSKSWNTIIRDPVFIQNHIQKSKHSNSHNLFLTRAMSSTSSIRFSVVEFD
DEKFQTLPVVIEAPFGCGLVLCFCDGILLLTNRSYQRLVLWNPSTRTAEKLWHRNGCSKASFGLCRDPNTDDFKVVVADW
YHYSVYSCKKKSWIMMKKEYEIEYTGLGFNPRSTSPKGVCVDGVSYWVWSRPTTVTKIVYYDPRDDKFKFLRLPENVDRC
KIIYLVNVRGSLGMYCNFCKVQIWTKENGVSSKELIRVEYKMPFWFSLKLCSVRNKIVFHENKDRLIIYNPCEK      
>Mgut_mgv1a022516m                                                              
MDEIKEKLPYDVVEIILSRLPSKSLLRFKSVCKSWNATISGERFAGVHLRQSRQSSGNQDIFFWCEVPRFTDYSQVMVTK
IPQHIRSKMKLEQLEHEQKLDPRVLCYCDGLALLRYGKLLYNQYGKLLNNHYVLCNLSAGTHVEFYCPYDEISYSWHKRV
YGICYDPSINDYKVIIIDYERYAIYYCRAMQWSEIRETRDEFLGGGLFIGKSVSLNGDLYFMLKTVEDRGYGIKIVGRCQ
MIKVGGGEKEEELMWVDLNGRPPNSEQVECDMASNIQEYVNVLAFDRIYCIKTGYQQIPYLENLFISEPKRKGGKKIITS
C*                                                                              
>Mgut_mgv1a007829m                                                              
MFRDSKGRNGKDKKPKQQTENQFGLSNINFHSAPDESSSSYPLCHESMWANLPPELLLDIIGRLEANETTWPARKAVVAC
ASVCKSWREITKEIVKTPEECGLLTFPMSLKQPGPRDSPIQCFIRRERATSTYRLYLGLSPALSVEASKLLLAARRIKKA
TKTDTLISFTANDFSQTSDNYAGRLSLRSGAGRGGVVVVELVMLVVDWRVRASGSAVEVMVVVGAVMGLRFVFVVVGCLL
AEVVLMAVDWRVRASGSAIEVVVVVGAVMGLGFVLVVVGWLVAGVSVAAAGGGGVVVVELVLLGFDWLVRASGSAVEVVV
GWWLAGVWGAAAGGVVVDWRLRASGLTLEVAVAGGGAVVWVAGVRREEAPLPDDQKRKENGCFRSAMICFPLAF*     
>Mgut_mgv1a024254m                                                              
MAANHSEQVSTYLPLHVIEIILLNLPAKSLLRFKAVSKSWNTTISDPVFVQNHLHQSKASNSRNLFLCKCKSIFSCYDSK
KFSLARVDQDRRLRTLQVVEIPCGFYRLVLCYCDGVLLLTSADERRSGVEFVLWNPSTRTQTIFRLPFELSTDFKCYGLC
HDPGIGDFKVVVICSNHYAVYSCKNKAWTRKKEFGDTFRVAYHPGVFVDGVVYWLMMEKDERRFKLTYFDPRDDEFKMPN
DEQGIFEVQRPTYMIDFGGRLCVYIYEQRDKVVHIWIKGKGLDNNSWKELITVENVERFASYFVP               
>Mgut_mgv11b017337m                                                             
MVSKKNIYSATAATAMDSKKNVKINDNQLREILVHLPPKTLFKFMTVSKRWKYLINDPTFLKFHNNKQRRRSSIVAGEDN
GHLLALFQLTTKHLSSRYRRHPSEPLMNILVVIPAGNPEIMCVEKELGYFIHSSEGLVLCGRHPSTYHIMNPVTKKWVPP
PPPSRRRFNQQYSRDWTIGLMATAYIVVRAAVTDDPDHPLPIETYSSTTGEWVPSTLVGTGIRPI*              
>Mgut_mgv1a008305m                                                              
MADLPPELVEDILRCLPVKTLKRFRAVAKSWRSLIDGDDFAKLHLRHSLTTNSNRNLIIGGIGVYTVALDSLDGAHPIKP
PFYYKTVDEISNSCNGVVLVMSEPPILWNPYSADYKVLPDCPVERAAPDGCYCMTGFGFGYDSRNDDYKVVRVTEFRHII
NHSSMANVASIYSHRSNSWRGIDPVPYPLTFSRGSWRVHDSGSVLGLIIMGFSLETEMHYPMAMPDGVRVRGFVLTLDVV
GDRLALVCTSRYRAVIWVMEEYGVADSWVELVALRCPAIERNDFVTPLVYSKEGDRVLLNCDDKRLVWYDLRTKSVDYVT
VKGLPFAFYAEACVESLVSLGGGGRGKIKNSKLEKDERKENIRRKRDDFLSKGFKLVL*                     
>Mgut_mgv1a018990m                                                              
MSSDLCGSSLLLSLPDEIFSVITSSVPPRDVCSLGLSCRGLNSVVSSDKAWLAQCDKLGLVPFSTLIEWRKGVSSYKALC
RFLVNIQPLMGIWVHKNPEVGNVVYVMPGFLSVVGCRIVPQTIGPLGLEDGPLLWTSVFEIFCKYDGSTAFLLHGRERGE
DYVYPGFLKSVDRNSNMLLLEVEPLHQLDGRNTSSEIPFSPLESDDGERLLDFTSQVRDIVPDAANMIFFPPIRNDEFFS
QQDFAVLHKRRLLLLQIYPGSKPDRVGLSLRAVTMKLYSYVAWPDMHDIRFALYKLPTKTKWDKTFFYYRLWGSSNY   
>Mgut_mgv1a024274m                                                              
MDMISELPKHILQRILYFLSQKEAVRTSVLSKSWGNIWCTRPNLDFLFNNFRDNKQEFLNTVEKNLQRYCDQRMCLEEFS
LRIILDNHESVSFLEKWIPTLKNMGVKKFRLSIYWKYSRQLPSVVFEAESLQDLHMEGFTLDQTTIGRNVLSKHLKRLLL
VKVEIEDGVFQKIISSCPLIEILLVKSCKTLRNIKVNNLLRLRKFHFSSRPDEKCSIEIHPASLETINIGHADVLFPKGA
EFQNLKSLCLNHVMLTSFDNFSS                                                         
>Mgut_mgv1a022646m                                                              
MANIPPEIIEIILSKLSSKSLLRFKSVSKSWNTLISNPLFIQNHLQSSDNSPDNLFLSTDTYGTDRGFTLVEFEVGNIHS



GEISVESIPNGYDRILCECNGVLLLTSIHGEFNEYDTYALWNPSTRSQMFVINRCEFNEDHEVDCGICYDQITGDFKVVI
VYATKYAIYSCNNNSWTEKYLGTKFYSILGTPGAAIFVDGATYWILGVESRNISGTQLVYFDPRTDKLKILKKPEQLSDD
KFHLINKASLGGRLCLYHYNYNENSIQIWIKEKGIDVGENSTHWKEFMTIGNFRVPFLWITPICFVGNKVVIQVERKKFV
YYSPTEKTFQEFADIDVNCNGFIPYRNSLYFPTGVKMTTITDQQS                                   
>Mgut_mgv1a023061m                                                              
SCRNNCMIDQLPDDILIAILSRMGVEEAVRTSVLSSRWRYLWKHTSIYNSETLEFDDMYTDTGTKMDETKFKDLVNHVLK
SHQGPLVESFIIRYGNVRDRSIDIDKWIYFAMRKEVESFELNFSSCDVWLDFGYKFPEFLLSHSSCSTPSFQFLRSLVLV
EVDIEDEVVRYFLDSCYHIEEVCIIGSNTTKNVEVVGRSPFLRELEISECWNMQSIKISAKYIFCLTYQGSEISLQIERT
PMFFELALGGEFCESFIYEPNKHSSYSFQLKNLALILQAEFPFGRERTIAPADLPRLHALERLELNIESQVGRSLLFFTS
LIKASPRLREFRIQVNVFTAKLHSYSPRIRIMMPFPEVSTVESNGVDHKNLKVVTMVGYCGCASEEDFLVQLSKMAEQSL
EKIVIDTNCDYYLNTDWVMYRVTEEEWEKPIENNKQKNTTMTRFHAKIHAEKLASSIASKIKFLIT*             
>Mgut_mgv1a026224m                                                              
MVKKMDRISELPKDVLRKILYFLSQEEAARTSILSKPWRYIWCTRPNLDFSYAPPPREGNNSHGGVRNKINKDEFLSIVD
NALRRCHDQNVCVEEFRLSTSLGDLDHESVSFLEKWAELLSNMGTKKFDLSLLSDHAPGRVELPPVVFGSESLQRLHVER
FVLDEKAIERLVPLKHLKSLSLQEIVIQDEVVFGKIIANCPLIENLDVQGLVTSNIIKVDDLRNLKKLKFHSDVLRIRVF
IDAPKLVYFEYTEKFVPSIYIATASEEWKSSVNLWYKPSNDPPSLFFPRLKELLESLSQSKIYLNLTRAMHYNNEPYVIP
ENIQNGCDGDKYVAVESLNFFLCLPSFRYILNGFFGICRPRYVVGESRYCGDWDWKTGVTECLWKILIVERESQEEWFRD
LEEARLEIC                                                                       
>Mgut_mgv1a026679m                                                              
MGNNKQIKLGNESTVYFSEEIVEEILSRLPVHSLFRFKAVSKSWNTLISSPSFAESHLNNYGNSNNFVLLAFDQTTRKWK
LSFTTFGTSSSSELTTVVVGGGGGGRADEKFIELPTMLEKTTRIKDKIIGPFNGLICFYGIAGMAGMGGIALCDPNLRTT
ETLPICPITEKELRFSTYVTRSMGFGLDSVTKEIKLVQTLSYLFWYKDTHIEKGIRVDIYSPTNKTWRHVLDHDDAATSD
TFIWDAIGSYEDGSFSHWIDNNQSVVLSFDMQKEVFVRTPIPIEYDHFKHEVKIFAKGSTSLVLFAYPRQRVTGENYLFD
RWELNGLKHWSRLTRVGPFLGVTKPVGALWRSRVIVVRGETKLVFYDYSTQHVMRIYDMEGNDYHLNCRDLVKVLEYKGS
LL*                                                                             
>Mgut_mgv1a018408m                                                              
MDRKRFRYVSNFQPKKCAKRYVEADDRISQLPDDILVCILSLLPVKESARTSVLSSRWINLWKHTPSLNLNAPFHLSRWV
NCVIRSHKAPTLKEFVVRFTLDRKNRHAITRWLEFAFSRRVEKLEFDFYGYHDASYYYRFPEKFLTLKGPLSNNFKSIKV
LSFKCLNVTDEDIDFFLRNCPLLEQLIVHGSEKISKLEICGSSLRLKHLDMHCCYNMKSLEISVPSITSLAVPILERLLI
KNEINTSSRANFVEIQFKWYDLRSRDGLVKDAISFPVKDEIVFPHNHLKVFKFCGYYGRTNEIELVRYIVDNCRVLDKLI
IDPSGSIAGDDLNVERNARKNTKQQLAGQLPITLN*                                            
>Mgut_mgv1a006420m                                                              
MISQLPDDILTSIISRLSLTEAAATSILSTRWRRLWTHTTRLNFPHFEQQRGSSEKYMKYLQEIKFPNYVKFIDRVLDSY
NNDGILTEFSIHMPCLEGANIEKWIEFALSRKVEIIDISMVYFINATKIGSYSFPWPSNTSSLQCVKSLKELTLGAVDLD
DRDIELLISNFIFLERLSILRSRKLRNVAIVGHLGLKLKHLEISHARNVESIEICDATSLVSLRCYRLPFTYILRLDNVP
RFTEFDTSDQYRNTLADVLPRIPSSIHDQLLQLKLTTAPEFIRATEADYVLPKLINLKHLELRVIMNIDTDTSKLFHLIE
ACPLLEKLEVKFLWSMFDTEFKRREPVECLDEQNPANNHLKEVTFSGYLGCPSELEFALYVLKRAAALEEFIVEPCDVSR
RIRGKAISRVWDHFRPIFDEIELLFVAQQDLHNLHYVAKSKISA*                                   
>Mgut_mgv1a019782m                                                              
QIIVAPWKKKKKKKVLQRMATQMKFPEEITYEILYNLRVKSLSRFKCVSKRWRSIISSKEFIKRHLEKSNTDPDITRHRI
LLRLHHRCLQQNTVLLHSLRPLLYGPNATFDNLPQQTNLLTRVWGSCNGLTLLFVNNARLVLLNLSSRKLKIVPPFPKEG
GEYARHDTDRFIYGLGYDESTDDYKVVCIYSLSNSKPYRTQMYSSKTDSWKKIEDFDKGIIPVDESGKFVNGKLHWLAKD
ENGGRDNEIVALDLVEGKYETVARPENFSNSVPYQPILGDLGGYLSLIGHGFVRDASGNMLDTSVWVMKEYGVRESWTKI
WTLSDFDDPKNRIRGAMPLCFRDNGDIAVAFGSSIVVYNGKNMFA*                                  
>Mgut_mgv1a008567m                                                              
MTITDNEDLLIEILLYLPAKTLIRFKLVSKKWFFIISGRHFSRRHSQHRHRLSKLESSFLLRCLGDSPEYLYLQSKLQPQ
KSVRYHFSPSLIDPTIWSFSNGLFLLVNSSTIDEPLEYCHIYNPTTKQSKKIPLNTHERFTFVIGLNLAFDPLKSPYYHI
VCVRATRKRRPPSFLRGWYRYCQIEVYESGTDTWQLCGEPFLVPRDVDFNHGVYWEGGIHWDGIYFDLLESSICKHPELV
ELPEDAGIKNFQNNYVESNGSLHYMAHFSEENLVMVFELQSNCSQWLLKYRINLERGSEPLSVLSFIRGESEVDSMLVLC
EPGKVIGYQIGEKSVKELVDFTEEQFYKAQCVQFGSHSTFQFIETLAPV*                              
>Mgut_mgv1a026468m                                                              
MGCCGGDDDEAPPPPPPQPPVLSPPSELLEPPKSILHQISPSAAAAITISPMNSNFSALLCKDTLRTILGKLPLTDLATS
ACVCRLWRSVASDGEMQIRAFMTPWKLGSVIGKPSSGVFWRDNSLSKFAISHRVSRADSIASLAVKYSVQVMNIKRLNNM
MSDHGIYSRERLLIPVSKPEILVNSTCYIEVDTHAKREVAVLYLDGGPHGNLAPLSNSPTTERGKRRVIESLKRSMNVDD
GTAQYYLAISNGDPRAALSRFSEDVTWERQVSFT*                                             
>Mgut_mgv1a007913m                                                              
MIKLGLKSRSRRVVQESFMDVEKSKICLGKSKNKNRREEIGENRSDSCWESLPTELLREILMKVEESESNWPARKHVVAC
AGVCKSWREVMKEVVERPEVSGKITFPAAVKQPGPRESLMQCFIKRNRTTHTYYLYVSLSQALADDGKFLLAARKCWRTT
CTDYMISIRADDMSKGTDTYVGKLRSNFVGTKFVVYDGVPPHSAAKMAKSWSTRMVGSKQISPKLLTGNYAVAHISYELN
VLGARGPRRMHCIMNAIPSSAIKPGGTAPTSLDYSPTNPFFRTKSDKSLAIHLNSQQEDSLILRNKSPRWHEQLQCWCLN
FHGRVTAASVKNFQLVASSENGAPGPEHDKVILQFGKVGKDVFTMDYRFPLSAFQAFAICLSSFDTKIACE*        
>Mgut_mgv1a007998m                                                              



MIKLGLKSRSRRVVQESFMDVEKSKICLGKSKNKNRREEIGENRSDSCWESLPTELLREILMKVEESESNWPARKHVVAC
AGVCKSWREVMKEVVERPEVSGKITFPAAVKQPGPRESLMQCFIKRNRTTHTYYLYVSLSQDDGKFLLAARKCWRTTCTD
YMISIRADDMSKGTDTYVGKLRSNFVGTKFVVYDGVPPHSAAKMAKSWSTRMVGSKQISPKLLTGNYAVAHISYELNVLG
ARGPRRMHCIMNAIPSSAIKPGGTAPTSLDYSPTNPFFRTKSDKSLAIHLNSQQEDSLILRNKSPRWHEQLQCWCLNFHG
RVTAASVKNFQLVASSENGAPGPEHDKVILQFGKVGKDVFTMDYRFPLSAFQAFAICLSSFDTKIACE*           
>Mgut_mgv1a026795m                                                              
MKKAKGEHTSSDSVDRISELPKDILHRIMYFLTQEEAVRTSVLSKPWRYIWCTRPVLSFSDAAFKGNDDEFIRLIDASLE
RYYDQKLCVDEFHLCISKGYLNYQSYYILEKWIRTLVFLGMKKFRLSNCVEDGVIHYLPPVVFEARSLEDLHVEIRTSSD
DDEKEYERIVFSKHLKKLHVKKVNTEDGVFHKAISSFPFVDIETMSLDSCKGLRNVKITNLRNLKNFSFVTKPSEGDCSI
EIHPPSLETVKITHGNLRFDRGADFRNLNELYLFRVTSKLDHLSSCKFPSLKELTMYYCYELKEIKLFIDAPNIVHFRYL
GDFIPSVSFATTSSREWCSMIHLCSNSGASSLWFRKLRELLESLSESKIVLGVIQNIVGCEKPVVVERLGFRFYSSSTFS
SLLNGAFSICRPKNVGPFHLRIHINVIKCVENILMKRESGNQLDQFSELLFRDLEEVGLEIYDKNRKEWNPTSLSELPNY
EEAEYNLIRFALKWR*                                                                
>Mgut_mgv1a017973m                                                              
MKLRWFANDDMPINILSRLPAKTLHRIKYVSKEWLNLISDRSFVKLQIKKSEPLSGFFFQEIFQWANNESMNSVSYIPVG
SDNINVWPTFLDFLPENVVLSSLNNGLLCLFMCALNKQWTSVEWPNYLPQESNVAIVFDPFENPIDASTHFKLVAVCNTE
IGEDEYCFSFDVYSSKTGLWARSKERCMCNHNLVKNKGVLVEGGILYWLTDGYQILMYDTQNELSWLVDLPIPSTQFTSV
PEMCIGESRGELCYVIVSEDGLQMWVLEDCFAPQWELKIFMPLDELEEENPKVLYGISEKVRSRLCRDELAWMDPLAFKD
GKVLFRVSTNVYLYEFDIRRMKKLCDVSTLGPKSVFSPIVLPYSMSLVPIGRE*                          
>Mgut_mgv1a005423m                                                              
MDRISDLPNDILQRILYFVSQKDALRTSVLSKSWRYRWRTRPNLDFSEATFKGKKQEFLSFVDNTLQQYRDRRLCLDEFH
LRISLDDCLKHKSVSLLGKWIRILTTMGVKESRLSICTVDHNDMMPSVVFRAESLQQLHVEGFDMDRDAVPTIILSKHLK
KLHLRRVHIEEKIFRKILSSCSLIETMHVEECGGLRNIKTNNLRRLKDFSFERNNEEDERCSIEIYPASLETIKIRFGNI
SFDKGAEFRNLVDLDLRNVESFPSLEFLKIFNCDGLKDIQLVIDAPNILNFEYQGNFIPSISFVTNSREWKSKIDLYKSS
LSLLKLDELLKSLSQSEISLMIDNTNIIRENIWVQDNGYNKPVVVVESLNMNCGCSLSYFSSILNGLFCICRPRNMGYCN
NYDGGSVMQFVGFMWRILIERESYQLSQLVLRDLEEANMEIKEWYEEEWHRAPLSEFVISHGRREGYFTPKCQTRFTLKW
RETA*                                                                           
>Mgut_mgv1a002548m                                                              
MSQVVDFSGDNSFCPSAFLYQNPKESSQFLSLGSHVNVYFTPRKRSRITAPFIVSGEPKQKPSIEILPDECLFEVFRRLE
GGQERSACASVSKRWLMLLSSICKDEICTTKEEPKIGSDLPKADDSTKKAEEKGEFIDLTEECQETDSHGYLSRSLEGKK
ASDVRLAAISVGTASRGGLGKLSIRGNSSTRRLTNLGLKSISRGCPSLKVLSLWNLSSVGDEGLSEIAKGCRSLEKLDLS
HCPAVTDKGLIAIAMNCPNLTSVTLESCSNIGNESLKALGSNCPNLKCVTLKNCPLVGDQGIASLFTSAGHVLAKANLQT
LNISDVSLAVIGHYGTAMTDLVLGGLHNVNERGFWVMGKGQGLQNMKSLTITSCQGVSDAGLDAIGRGCPDLKVFRLRKC
PLVSDNGVVSFVRAAASLESLHLDESHRITQCGIYGVLTNCGGKLKALDLANCLGIRDVDFVFPLTSFCNSLRSLTIRDC
PGLGNSGLGMVGRLCPKLTHVDLSGLKGITDAGVLPFVQRADAGLVKLNLSGCANLTDNVVVEIAKVHGETLEVLNLDGC
RFVTDVSLMAIAKNCLFMSELDVSQCGITDYGIAVLARAEQLSLQIFSIAGCSLVSDKSLSSLGMLGKSLLGLNIQHCSG
LSYGAVNLLLEKLWRCDILS*                                                           
>Mgut_mgv1a020142m                                                              
MLQKFDEDVLEQILSHLQVKDLLRFKSVSKKWNSIISTPRFVNLHLNKSMSTPSHHRIIMPYPKSFRAVDFHIMDVQDHL
PRPEEAVGTFVGSSGGLICYLDKLTRRICVWNPSLRLSKTLDLNIQGSVSFFWFGRESSDDEYKVVLGIRSVVRKNTDPN
LYAIRRITIMPDQDEYRNHIYVIMPFACVSESSTQLEVDHIYFSSSDEGTLFSGLVHWFAGSYRIKSAIGSIYHDAVFTY
DLGGKTLGKLSTPVGLSSSTGSIGVIDGCLSAIYRVCGGDCAIYEFWMMKEYGVKESWTKMTSLSFGNCDDGLSSFSRLK
LVGATDTGDLILCCAPDCQLLIYNVAEKKSKIVLSNGYGFARMYVETLVFP*                            
>Mgut_mgv1a024603m                                                              
DRISELPQRILQQILYHLSQEEAVRTSVLSKSWRYDWCAQEFHLRISLDDSEPASASLLEKWIPTLTNKCMKKFCLSIRS
EHDLESIHPPSVVFEAELLQDLQVEELTLDRKAIDRIIHFKHLKTLHLLDFRIVEEIFRKIISRFPLIETLHVEDCRGLR
KIEVNELHCLKDLYFIEYDLVERDEECRSIEVYLMQRWRSRNWVGPSFSVPERRGESNTHAVMCDGFWRFDVV*      
>Mgut_mgv1a021386m                                                              
MAIPELPDDILIDIFSRLPSKSVGKCRCLSKPWRTFLSSTQFIKSHLTNKILNQQNLLLITLSNSIQTIADVKHDAVSRK
LDRIDGYTLKVVGSCDGLVLLVNEENDKFLVNPTTRHVAKLPNSPLALKGGYSSSMHGFGYDSYIDDYKVVALSYYDSDT
DYEPDCVDTFVDVYCVRRGVWKRVESSPYDHSAPVTPPGAYLNGAVHWLAGSRESDHASVIAAFDLVNEVFTKIPAPNDL
KKHSFEFSILVIFGGCLCMIVDRMDMRTDVWIMKEYGLADSWTKCTIDCGYDYGILNPLCYIGDEEVVWMTDEGRLAICN
PKDETFRDMIVDGVPAMVNDGCVFVESLVSPSYDMFL*                                          
>Mgut_mgv1a026918m                                                              
MQGHLPHPATPISDAAFLIKRGKKRGSYNCGRCGVPKKGHKCPLTPENDDGSTPVSTPSSAAVTSSIAATLSSASAASAS
VKMVTTPVVRPTPPPSRRRALSFDDVGVADSIDELDDEEPFEFEEDPDLYRSGKLPASCLWEVLKRLPPVGLLSAAKVCR
GWRETTRKLWRASEELRLRVPAKAQIGFVGSVLQKCPGLLTLSLRIESDVDATMLACIAFSCPNLQSLEIFTSDSCINRI
TGDELSRFIAEKRCLTSLKMEGCCNLGGFIFSSTSLSTLWLSDLHSLSKTVFNCPNLKEVSLDFSRQENDSTDLTTVVES
LGRSCPKLQNIHIASVLLSHDAVLALSAANLRALRMLSLVLGLEITDASVAAIASSFPKLELLDLSGSSISDSGIGMICN
VFPETLSKLLLALCPNITSSGIQFAAAQLPRLELMDCGMTICDADSEKFEDNDSELQRTPNSKMHLIYQKLIIKHSRLKK
LSLWGCSGLDRLVLQCPNLESVHASDCDDILVKTIETQVYNDYSAIEN                                
>Mgut_mgv1a019118m                                                              



MPNLPSELVEDILRRLPVKSLKRFRTVAKKWRSLIDSDRFVKLHLRHSLASLSNRHLITGGVGVCTVALDSLDKAEYVIP
PFRFNGSEEISHSCNGVVLVMSQPPVLWNPFSRDYKILPDCPFGYDSRNDDYKVIRVSDFRHKITHASIANETKIYSLKT
NSWRRIDPLPSPPPYLQLNWRVHLNGAVHTLVEDPENANGARIMCFSLETETVHPMKMPSGINVRDFVVSLDVTGDFLSV
VCSNKKRVVIWVMKEYGVADSWAKLLSISSHSYQRSDYVKPLVYSRRGDRVLLSCNDKRLVWYDLRRKSVRDVCVDGLPV
VFYAEACVESLVSLDGGRGGIKNLGQDKEKIRKKRDDFLSKGFKLVL*                                
>Mgut_mgv1a006595m                                                              
MTKSRRNPKLKLQNFRNLPSEVIIDIISRLPARSTAICKCVCKSWRDLIRNRELLKNLPPEIVIEILSRLSIRTIGTCKR
VRKSWRDLLQTRQFADSHLSKSVQGLVVSHNYTRFHVLAFEDELDLEDPDIHCNPLATFDSCKLFINIFDVKASVNGLLF
LHPMSSTATDYYICNPITREFFEFPFEPRLFYIYFYETVNYGFGVSKVTGQYKVVRIVDVMKPICHIYTLGTGKSLGKGK
WRRIDPGPPLGKNNQSTGAFLNGCLHWFVDDFTGSNLISYFDLETETFSTFSHPPFPMLKNFQVLVALGDYLCICDNRDE
HEIAFWMMKEYGNDESWTKEFVIGKTPELVSDYGQSNGIVYPIKIFKDGHVLMTWEQRAGSSMFYYSNKTKATTTFDACD
VFGTGGFSIPVEALLYTPSFLSLKSFRNEDVIEFSYF*                                          
>Mgut_mgv1a012787m                                                              
MAEGTLLAGFDCPFAELPGHVLIEILIRVPVVEWGQLSCVNKYWANLFREECLWHAALARCFPLSGHRKRWPGPIPRGIS
KRRFVALYVSKFIMLPVEEEDDELSEIVGHTYLFLKEQLHISTMPPPSGILHGTIIDQFIACGKSRDRAHELGCMIWLGV
IENLEDNHRTFLLLKRLAMEGGDHVVFLAYPYSRSHRVEWKIYERLLTDFRDCMSNEEYYDLLGCAKQKFQAIPATWLGH
*                                                                               
>Mgut_mgv1a017732m                                                              
RGMMKRAKGVVVDGDGSEYSTGKSISDLPEELLQRIVYFLSQGDAVRTSVLSKSWRHVWCTRPNLDFSETAFRGNKHEFL
SAVEKTLQRYRNPVDAQPLSEFHLSISLPLDEHHRDDEIEESVLVLDKWIPIVLTTTMGATLDKFRLSIVSGKYPSFVYD
LILPIDKKIQCERLRVLSLQNVFIKQECFDKMVLSCPLLTTLSLEGCRGLKTIKLEKRLYKHLNHFTFINHIEEYDDDER
TIVVVEIHDDVQTLETIKIVFVAAIHFHGGHKFNNLKNTYPIRLVRTSLHEVEHHTIY*                     
>Mgut_mgv1a006037m                                                              
MGGKRVRIDSNSPAKKCAKIYLGDDDRISELPDDILVDIISYLSLKEAACTSVLSSRWLNLWKHTHSLNFEAGSGIDKVA
MQLRNERKGERLKYIAWVNHILQSHESATLKEFRICFDLSKSSQKAITKWLAYAFSRQVQRVEVDLSSNLDNRRARPLRY
SFPKELLDQNNRGVVSSNFKSLKALSLNRVNVSSEAIEFFLRNCPLLEQLTVHNEKELSNLEVWGSSLVLKHLEITDCDK
LRSLKVSAPNLTSFKFSMLWGEVLLENVPMLVDVSVSGAYSIYSDKKLLHTLSCCIFQLEILTLLLGRPEEIIQLAEFPQ
MPKLKKLVIQCDSLHDRSIIALTSFISACPYLEEFVLKLCAYVRKSLVGQIDKTKKFPHQHLKVVKFCGFYSRSSDVELV
EYFIDNCVVLEKVIVDCSYESYFADDPVTPFRLSVEQFTRDEVKQHLEAKVRRHIELVIL*                   
>Mgut_mgv1a024065m                                                              
EAVIRNILSRLPAKPFASAACVSRSWNTICNSILSFPKLSSAVSFNPSLEKALNEVVEKVLMEPIRPHFVLASIGPCFIL
QAALRRIEGIFGSKIPIIINVAEGVIGRDVRTDKFVEVQWALSAAKKKYSWPTDTQPTATCGMILTVGFLPGLKVHLVPL
FQSEGPQSLFVDKFVMDIREVASAVSHSSSPAGIMLFADRKTNILPVLQKTEYAFPKDTFIVGDGGSELIFRISETTTVP
PDSTFAAVALLFTRDINKPLGIGEIQFHVMLSTGVTAVGPVYKILSVEDHGTSTCFTATRDTIPEPFEGEAILHDILDEV
GEDIMFAAKATYIGVTKSRSCSVGTERAKLMQFHEFHKFEPVGSVGINSGDPLRFYISDKDPALSTSYNILYMLMDLKED
FNNRIKKHEKAEVSGG                                                                
>Mgut_mgv1a009685m                                                              
MAASSSAAAKPPWQELPREITAAILYKLGPFEILTTAVKVCTAWRSVCQDPSMWRRVDMRSTNGGWERPFKTEPMCRRAV
DLSQGQLIDLSIEHFATDDLLLYISQRSSQLKRLQLINSLHMFRNSLIGAIKNFPLLEELHLEFTDVSRKTIETIGESCP
LLKSFKLNTDWQKYTVSDAEALAISKSMHGLVHLQLISNRMTDKGLNAILEGCPNLESLDLRRCFKVRLWGNLRNLCSER
IKDLKLPRDPIDDCRFGTHEVYNDDEYGTWDDDIYDDETSEDDVYDDESSDDFCGGCCCGDDDMDLVSDVALDDDDDSME
YSGDEYDDESEVSF*                                                                 
>Mgut_mgv1a019466m                                                              
MEYPEIGDGDIISKLPEHILHRILYFLPKRDAAKTCLLSKSWRQIWSTRPKLAFRQTSRDRATDKAKHVFLTRVDNALQA
HLDHNLHLEKLRLVITLLDSNSISLLEKWIPLLDAIGVRELYLSIHSERKKVRYVRLPPLLSLHKCKLSDQECLSNIPLI
NYTSLEVIRLNGVSVQKEIFDRIILSCPKIRTIWLKDCKGLKKIKLVKENHKYLEHFTFTSNVLYALEQFTIEIDDLENL
ETISVLARMTRFRGNKYDNLKSLSLKFVSILFDNPSLKFPSLESLSLKNSYGFARIHLEIDAPKIRFFYYRGDFIPSISF
TETYGHWKSKIYIVGGFDDALWLVKLSQLLEAINYEKPSKVKFSYKNLPNICLVTKISM                     
>Mgut_mgv1a026200m                                                              
MGNNRNHIPVEIIDQILYNLPVKSLLRFKCVSKSWLSMITDKDFVKRHLKKSSADPRFTHHKIIVKSHDKSTNYYNLGSC
SLGYLYEETYEKNPRTQILIDRPLAKWCFDFRILGACNGLVLMFAETGHLFLWNPTTTDAKHIPSVYFDGRCDSSVREFM
YGFAYDEANDDYKVVCFYLHSKPFQTKMYSLKGNYWKKIDNFEKGSPGCRSGAGKLVNGKLHWLATDSRRAWGWWDIVSF
NFSDEKFEIVPCPRQYMSNYGRNIPKLVTLGGYLGLICPERQKGTSVWVMIEYGDAESWTRVWTTKSSGYGELWVTKNGD
IAVAYGSYIVVYNGRKKLRQFRIDMVGANFVPDVYVESLVSPSTH*                                  
>Mgut_mgv1a025029m                                                              
GEEEEEIRKETQKMGTEIERRISRHLPEEIIEEILHRLPSKSLLRFKCVSKQWRSFISSKQFIKRHLNKSNIDTDLANRR
LVSSFRRSPDIVGFMSLFRGPNTTLDPRYLRSLLNDDIIATLDSEHSCMGDSTHEVRIVGSCNGLVLITIENDHNLYLWN
PCTREIKKIRYPRLAFKKVYGLGYDECADDYKVVCIFFTTRRTSSQTEVYSLKADSWKKIEHFDKGSNYPPMCKSGMLVN
GRLHWLMGNDDDDLVIISLDLVGEKYEIVAGPENVTENICFGSVLNNLGGYLCLITTSSVTGHQSVWVMIEYGQTESWTK
IWTCSNSDDSMKMWPLKKHGIYNGKNVWCKNMGCVRRVYMVDATTEPICYVESLVSPFGDKQLRR*              
>Mgut_mgv1a024170m                                                              
MKKAKKTEDGGSTCINMDRISKLPEEILQRILYFLSQKQAVRTSVLSKSWRNIWCTRPNLDFSDDTFKGNKQYFLSVVNN



TLQRYRDQRLCVKKFHLRISLGDNTYKESVSFLEKWVPRFTAMGVGAFRLSILSKNECVDMSSVVFKAESLKLLRLFNCD
LGQNTPKNIPFVRLTVLRLIKVLINKDIFNKIVWSCPLLTTMLIEQCRGLENVTLEKTRHKYLKHFTFRTIDDRCSVEID
ILTLETIDILGCQFCFLRYSSTKSSYRWIKPQYLVQDHVNL*                                      
>Mgut_mgv1a026720m                                                              
MEEDDQQQVAAPPSPEEPTELDSIPYHILEEILTHVPAKTVFCCMAVNTPWLSILDNKRFFKRHHSLSSARPLVVFSNPL
GSKSNRVLHLYEGRTASDFEPRTRNLSTRIEFPDMARGRRTFLQGVNPLLTSCKGLTCWATRHGGGDVVISNPITGEYIL
ANTIARGRKSYREVASIFVGLGFSRRTNTFELLKMTIGLADQNDFSMTWYPELLALGARSWKRAGVAPQLDFSRMIYDLM
YVDDGTMYWRYKNEPSICAFDFDLTLFRVVDLPEFEGPVLKTVSLGVLDNTLCVSFVSPDDSHVELWSASKTVVDHNGGA
HGTGQTTNWKKLYHIETLTTMLENSGRVWSRGAYRPIMYVENNKILMHDWRTNFLMYDVVTGSESVFPITEDIRDEDGHR
MAVQVVSHVPNIISMRETLNIQQGSYVRVYCTDSR*                                            
>Mgut_mgv1a009325m                                                              
MQMSGSTLSCGYANFGNRPYYPRRCKDRKSFSTNIESLPEELLFEILLLLSSKDIHNGARLVSKRWYNIIRNPNFVKAHL
RNNPSTVGLLIQSYDVPGDPAFVSLRRGKVEGVYILNPETNFRFDLPRVICEPDEHLEYCIAYSAASKEYKVVHTSYYTK
YYGIPKLRYCAILTVGVDKSWMHVGTQHLSATARNLLTGFPLATEGFIHWTSNERLHTHGYGESFGYYLPMGSCLTLFIE
RSEFSFEILKMKSETGEWTKLPNVDLEGRRSRIEQFVSECCGSRQDEPRYLILEPGGWLDEEVLVLHVSPTRVFVVYNVR
TQEIDFFKFDYDSGGYGFNVLRKKL*                                                      
>Mgut_mgv1a018683m                                                              
MDMISELPKHILHRILYFLSQNEAVRTSVLSKSWRTIWRTRPNLDLDFSDPTFRHSTREFLFVVDNTLQLYRDRTLRLEE
FRLSICTDHYESVSLLQKWIPLLTSMGVKEFRLSISSKTSDPGRLDLPSVVFEAVESLKHLRVERFLFDEKAIEKITLCK
NLRSLHLQMIARCPLIENLCVEGLGIGLRTINTNDLRNLEEFTFTERLGLCCRHFPVELCSIEIYPVSLRTININYGNIM
FRKEANFLNLNDLFLQGVKSSLDNLSFGKFPRLRRLTLLHCDGLKESRVFIDAPNILYFEYKGDFVPTVSFATNSFRDWK
SEIHIQHINDGSPSWFLKLNKLLKSLSQSKISLSIYKHPNDEKDIIQENIDPVHDKPVLVESLNLACGLSSFPALVNGVF
SICRSRNIGNYLKAWHDEFVESEYSWRGWEVEFVGYMWKILMERESGSKDEPSRLLLRDLEEASMEIMKSIHGDEKEDEW
YRAPLSECLLNLSRSYCRFALKWRDTM*                                                    
>Mgut_mgv1a023514m                                                              
MQIAEGNCNYVPVKSPSPSPPYDFRRCKESSTNLLDSLPDELLFNILVHLPAEDIYDHAMLVCRKWYRMIRTRYFVHEHL
QHSTPGLLLHNSRNKTTSFAAMRRGRIELSECSYTIRAYEGWDSCNGLILEYYSFEGTLGFHIINPATRKIFEIPRFSPQ
GTTIDHRWGIAYSAASGEYKVARTYANKVDDEDDDDDDLQYVVDIVTVGVDESWRCVCTQHLSPESKVLLGKDSVTTEGF
IHYMNSFDDNRVLTLNVETETITEYAIPQGLDYKFRCCLSTGKSLSML                                
>Mgut_mgv1a022285m                                                              
MDAKGSRSPQTAAELIAENDNLLTGLILLRLPEKSLLRFKSVSKHWQSLISSPHFAANHHYRRRRGKNLPSFILATAAQP
PEYFSFNPNTRVFLPYTFEHPHTKILQSSHGLLLLECGNPRLGFPRVHYRVYNPTTRKSRKVEFDEYEGRLAWIWGLSLS
FDPSISPYYKLICTRRPNFCSTLWIEIYHSELDTWQHITGVEINYTPIHDLQYWAGISCNDGVYWIRPGSKSYRFDIQTR
HLEEMSVIKFPRGEPDSSSGNNNYIVESDGNAHCVRTYFGYENKYLIVYELSPDRNTGWVEKYRADLNPVSKAIGCLRVV
GIIARGDKEEDSSVLLHAPGTIVRYWFFDKRFEVLCNFASSTIYKEDEFQFETKFCYQFIESLAPV*             
>Mgut_mgv1a021636m                                                              
MADQTRATISAASAPSCAAPLIPNLPDDISLQILARVPRFRHPFLSLVSKSWRSTVNSPELFRTRSLLRISHFSLYLNLR
HDSSFYWYAEQNPQNSKSTVVSLPSIPHHHPVGSSILTLGPKIYVIGGSINDIPSSNVWIYDCRFQKWGIGPKMKVAREF
PAAAEWNGKIYVLGGCNVDNWTRSINWAEVFDPKTGVWAPIPSADSIELRHKWMHASAIIKGRFYAMADRGGVVYNLDSG
EWGNVPKRLDMGWRGRAAVVEDVLYCYDYLGKIRGYDVEEDKWRDLRGVEKGLPKFLCSSTMVNLSGRLCVVWEGKGNGN
RKEVDVMCAEIEVKKDSDGGLSGSILRVGVILVVPKGVSISQCLAVEF*                               
>Mgut_mgv1a024066m                                                              
MDLPIEIIEIVLLKLSVKPLLRFKSVCKSWNILISDPVFVRKHHLRQLQSKDSENLFLLKNSEVNSYGFSLVKFEKKGRK
IQTLRQVFGPYLWATVLCFCEGLILISDISKDNFALWNPSTRTQTLLNPKSYLHQASYGLCRDPITADFKVVVVGWYCYS
VYSCNNKSWVMVEQNYENKRIGYRLANSKEAGVCVDGASYWASTHPLQIVYYDPRDDKFKILEKPEDLDGGKSSMYLVEL
MGSLGMYVYTGSDEKSVRIWVKEKGIDNHSWKELVNVENVENVGKSTWRIEPQCLVGDKIVIRTKEPKDDGLVVYDACKK
RFEAFEGVKVFGRAGLVPYMESLFFPVEKSSQVVMGLFGFPI*                                     
>Mgut_mgv1a019337m                                                              
MADYLPEEIVINILQRLPVETLLRCTAVRKSWYSLITSPEFISSHLKLAAAAADETPLLLIRRRISSSERYELHSDGEPL
TRVSKLNFPFSSTNSYFTIVGSCNGLLCIYDDRVDYTDTIILWNPCIKKSILLPEPNLIHNSYGGFAQSFGFGFDAIAGD
YKVVRVSCVDDLDHQIELYKLSTGAWQDISSHLKFDRCFIIDDRSRQAYVNGATNWIASCPHSCDFIVLFDMSTEVFGEI
KLPIEVSETDPIISKDLMVFDERLALVLCSDSAVEPTFCVWVMKEYGVEESWCKQLVFEFHILGAIFIRPLWVRKCGRVM
AVLQDGGLYSFDLNDDEIKDL                                                           
>Mgut_mgv1a026580m                                                              
MCVHNKQVLLPDDIIETILPKLPVKSLLRFKAVSKSWKSMISDPAFVRKKHLHQSSQQDNHLFLWKSKQWSSGFSVVKFE
DGKFQILHDLRECPYGWDTVVSFSAGVLLLTEYSDSTYVLWNPSTRAKTMIWFPYRFNSHPKSYGVCYDSVSEDFKIVVI
SSMSMRDYAVYSCKNKIWTKKKKGFPGTGRLGNESGLYVNGSIYWVYREGDARKIVYFDSGDDNFKILDKPKGVGENRPI
FLACLKGCLSVYCNGENETVVRIWIREKNNCWVELVTIENVDTVIELFDVEFVAENKVVIRSNTTRLMIYNISEKRFEDY
DDKAVFGYAMVPYLETLFFPIENTRPKRKRKCLS*                                             
>Mgut_mgv11b017558m                                                             
MKKAKGEEGSISMDMISDLPKDILQRILSLLSQKDAVRTSALSKSWRYVWCTRPNLDFSDDTFVGSVKEFQTAVDNALQR
YRDQSLCLEEFRLSIWLDGYLSRESVSLLDKWIPLFRNMGVKDFRLSVISGRQVEYVTTLPGVVLEAESLKYLYVRRFGL



SPGNTILFKRIKRIHLDECRIDGDMLDKIISSCPLIESMHLERCRGLADVKVNGLRNLKDFYYEEFEEKRHHPSIEIDYP
SSLETVNIIYGDMVWFRNADFCMLDRLYLHGVSSSFELFSTCEFPILKSLFIISCSGLEESSNLYINAPNILYFEYNSDR
WSTLSISFATTSNEWDSHVTLPYWPSSSDKLVSISQLLNSLSQSKIFLTISRCALELPCLSDVPYNGCNKPVAVEGLKLK
FEVYSFSFRVRSIFQSCRPRKIYVYFVCKWDLVYLWESALMQGESGNQDQLREQWHRDLEEVRVEIYDDRNNGWHPITLS
SGSEFPECREWENISPRFSLKWREA*                                                      
>Mgut_mgv1a018320m                                                              
MKKAKREDEGNNSRISDLPKDILHRILYFLSQEDAVRTSVLSKSWRYNWCTRPNIDFSDNNFKGNKNNFLTIVEKTLQLY
RDQKLCLEEFHLSISLTYHWDLTYVSFLDKWIPLLATMSVKEFSLSIVSNYGYRITNLPSVVFKAESLNLLRLENCNLGQ
NIPENIPFLRLQSYLKLFILGDDDVNDAQSWFLRLNKLIQALRRLTLLTLSECYGLEGIKIFIDAPKINYFEYRGHFIPS
ISFATTASSKWRSLIDLMCVHSDDDSSLWLLKLNDLLESLSQSKISLNVNRVYNIV                        
>Mgut_mgv1a025039m                                                              
MKTNIKAFRRAHSSAQIVNSIDDLLIDIFLRLPIKSLVRFKLVSKRWHSLVTDPQFCLMRSNTNPNPAVGLFLLSPTDSI
SYDYVSLSINKSGNPPFRKLDFDDEPRGVRILQSCNGLLLCCSNSARDCNKRYYVYNPTTKNFSTLPKLNGVGGISKRMC
GMNLAFDPAKSPHYKVVCVRRLRSDSGEYRYQFAVYSSEKGPWRKWGDPYTAGVVFETGVYWNGAIHWISNGTTDSCYFD
LERQALEIMPMPPIPEEWDWRSNSYFGESCGHLHYVEFFGPLIKFDVHEMKMDHSEWFVKYRVDLSRVVDAYPEMIRDYI
DPTDWYYYAFMIFTLVRGEEEEDSFLALQIPGKVVRYNLVCKSFETMHEFEFEGSESSEGSLRYASANGFQYIESLCCV*
>Mgut_mgv1a020343m                                                              
MDRISELPNDVLRKILYFLSQKEATRTSVLSKQWRYIWCTRPNLDFTYTPPSREDGYYYRVRGRNRENKKKFLTIVDNTL
QRYHDQDVCVEEFHLSTSLGNLDYESVPFLEKWSPVLKNTGTKKFHLSILSEHCPGRVELPPVVFGSESLQLLHVERFLL
DEKSIERLVPLKHLKSLTLQRVSIKDEVILRKIISNCPSIEILDVHGILSFKRLKVVNDLRSLKKLKFYFDLLGRKSDEE
LCSIEIHHPSLETINISNGNILLNNGAHFFSLKDLKLAGVESSLCHLSSCEFPSLENLEFFYCDGLKGIRVFIDAPNMVY
FEYSGNFVPSISIATFSKEWESCICISCTPSNEVPLFFVQLKEMLELLSQSKIYLDVDRLPYSNNYIIPENNIHINGRDG
DKYVVVENLNILFLSYSFPSSLNGFLSICRPRYVGEFPYYDNEGDSWAMEVTERLWKILTEEKEAREDNKNLDQFKNNEL
WWFRDLEEVKLEVCHSNRDEWHATTLSELPNCDRSEFDRTRFALKWRET*                              
>Mgut_mgv1a020509m                                                              
MKKAKGKDCNYMSMDRISDLPKDILHRILYFLSQEDAVRTSVLSKSWRYVWCTRPNLDFSDINFKGNKQGMGVKEFSLSI
ISDRTPGITDLSSVVFKADSLEYLHLNRCNLGQNIPENIPFVRLQVLRLQNVLMEEEIFEKIVSSCPLLTTMWFRECKGL
KNIKLEKKLLKYLKKFSFINRNTPRIDECCVEIDFPSLEKMEIIGSKIRFHIHKFDNLKTLCLDMVEIFSSDSIEQSELC
IDAPNIEYFYYSGCFMPSVTFAPTSVESILKLYIRDYAGGARSWFLGLSKLVQALCNSVVLLSVFHLAIGDMHVEQDILE
QDPLKGVKKWSESALLPNFDRIRFRLKWREASQFRIIDN*                                        
>Mgut_mgv1a007454m                                                              
MSFKSMIQDMKGELGSISRRGFEGRFGYGMKSRSQRVVEDFAVSGVDALRQSCWANMPPELLRDVLMRIEESECAWPPRK
NVVSCAGVCRSWRDTMKEIVRTLEVSEKLTFPISLKQPGPRNTLIQCFIKRNRGSQTYHLYLNLSQASNDDGKFLLAARR
CRRPTYTDYIISLKADDVSKGSSNYIGKLRSNFLGTKFTIYDAQPPNSGAKVTKSRSTRMVGMRQVSPKVPAGNYTVAHI
SYELNVLGSRGPRRMQCVMDTIPVSAVGPNGVAPTQTRLLSGNLDSFPSISFFRSKSSRADSLRLGNLSTEKEEMLVLKN
KAPRWHEQLQCWCLNFNGRVTVASVKNFQLVASVENEGGGQEQQENVILQFGKVGKDVFTMDYQYPISAFQAFAICLSSF
DTKIACE*                                                                        
>Mgut_mgv1a019776m                                                              
MAKLSDDLILRIISRLPLKSAVRCKLLSKNYNVIISTAKFGRLHALRSSNPTVFHCPAVNSRSFTRIDPLSGSDPISTAL
PIGISILASCNGVLLARIDCYNEYHVLNPITGGATVVDHRIGRSQDIALAVDLVNPISLSSKFQFKLVTFDVNPNPTRYW
STLRFAVVVHSGAPIPAGYPATVVKPEVVFKCKNFARMADRSIRPVYAHGCVHWLGDDAESIVSFNVVKEKPRITDGPLK
NGSLNKDAAAGGGGGKWFGVAQGSLQFVHGSPEVIVVYKHDYANDRWRVSHKIGNIYNPRAVINNHGTPVLFDGQRLFVR
LGKRIYVHCSD*                                                                    
>Mgut_mgv1a027141m                                                              
MVLHDYKRRRWENSINEQQCSNTKPSQPFPLLDLPLHLVSDILSRLPLTNIIRCTCVCKIFLKLIKDPYFAKLHLARGPA
LTTNLILQETVGRLGALYFFTFDLCESTLSSCSSNDQNVCSYSKCGLPILCRINAEFSFRTERVTLIGSCNGLLCLYFDS
GDNPFYGICNPILGECTKLPQPTASAPLYTYAKYSGFGYCSRLKQYKVVRFLHLTSVENPMNSKRIVADLHTLGSDSWRR
IEDAPCPKRNSFDPFLNGALHWITNSEKPSELISSFDLEREKFDFVPPPPHFNAAYMRKVSWINIGVLRGNLCICYIYED
AMFEAWVMREYGVKETWRKEFGIDMKFYCKLQVEDLHRPIKFVSNGDLWFVSSSDSLVSFSPEKRTFRELRSMGPWRPGV
TAHDLSFISLNDVFKGGTKLQVKKSRRGRTFVFGI*                                            
>Mgut_mgv1a007098m                                                              
MESLPVEVVGNILSRLGAARDVVIASATCRKWQNAWRKHLHTLTFNSNDWPLYHELSTSRLEILITETIFQTKGLQCLSI
IMDDVDEFSAAPVIAWLMYTRETLRQLHYNVRTTPNINMLEKCGRQKLEVLALSHNTVTGVEPCYQKFPRLRSLSLSYVS
ISALDLSLLLTACPKIETLNLVSLDIVMSDPQAMMDLSSNSLKDIYVEAISLDKFILEADSLEKLHLKDCTLEVFELVGK
GMLRFLKIDDVSVIHLDIGESAENLEIVDVSNFTIMWAKFHHMISRSSKLKKLRLWGVVFDDEDEFVYIETIASCFPLLS
HLSLNYDLREAALQYGLQGSFVLENVIVLELGWTVISDFFSMWVSGILERCPRLRKLVIHGVVSETKTHEECQTLANFTS
SIVRLMRKYLHVEVQFEYE*                                                            
>Mgut_mgv1a004423m                                                              
MAKALTECQSISVRIDDLGEDLIQNILNRLPAKSFASAACVSRSWNSICNRVLSSPKLSSAVSFNPLLENAVNEVVDKVL
LEPIRPHFALVSVGPFFLLEETLQLIEGKLGSGIPIIINVSEGIIGRDVHTDQFVEVQWEVTVEDDTAVLPDQHVQRGII
LTVGFLPGLKAHVIPLFQHKGPQGLLVDKFVTDIREAASTVSDSASPAGIILFAGRKTNIKPVLQTIEYAFPEDTFIVGD
ADSQFLYGRNIGENITMSPGSTCAAVALVLTRDMNKPLGIGETKFHVMLSTGVSPIGPTYKANSVKHNKSSTWLTASRET



ARQHLDGESILEEIYDQLGDRILYPAFYVGVTKRRKCSVGTEKVRRMQFHEFHEVLGGDEEYLFVNYPGIKTGDPFRFYI
SDSKAALSSSNEVSDKLRHLKLDCERRNNHASGGFGYSDKVKVFGGIIFSCCGRGDPFFGQPRIDSSTFLNNFPGVTFGG
AYCAGEIARGNLGLYEPDDEEHSFIHCNQHVFGAVYLVMSYFPPPRER*                               
>Mgut_mgv1a004693m                                                              
MAKALTECQSISVRIDDLGEDLIQNILNRLPAKSFASAACVSRSWNSICNRVLSSPKLSSAVSFNPLLENAVNEVVDKVL
LEPIRPHFALVSVGPFFLLEETLQLIEGKLGSGIPIIINVSEGIIGRDVHTDQFVEVQWEVTVEDDTAVLPDQHVQRGII
LTVGFLPGLKAHVIPLFQHKGPQGLLVDKFVTDIREAASTVSDSASPAGIILFAGRKTNIKPVLQTIDSQFLYGRNIGEN
ITMSPGSTCAAVALVLTRDMNKPLGIGETKFHVMLSTGVSPIGPTYKANSVKHNKSSTWLTASRETARQHLDGESILEEI
YDQLGDRILYPAFYVGVTKRRKCSVGTEKVRRMQFHEFHEVLGGDEEYLFVNYPGIKTGDPFRFYISDSKAALSSSNEVS
DKLRHLKLDCERRNNHASGGFGYSDKVKVFGGIIFSCCGRGDPFFGQPRIDSSTFLNNFPGVTFGGAYCAGEIARGNLGL
YEPDDEEHSFIHCNQHVFGAVYLVMSYFPPPRER*                                             
>Mgut_mgv1a020117m                                                              
MGQSQSKMEGESSEVHEFPEEIIEEILKRLPVKPLVRFRCVSKSWLSIISSPVFIKLHLDTSLKNNTTHSHTRLICVSAD
PQNHFRIFPLRHLMDEEETETETEPITSVSYNAGYPDVPMRIVGSCRGMVCVALNEEKFYLWNPSIRRQILLPPLNICPE
FDFYMKDGFGYEEFTDDYKVVAILFCNSRAGPFKVKIFSLRANAWKRIEDFKYGNPLDNSGVCLNGKLHWLVDEDSYPGI
VSLDLLTEEYARVGPPYNASDNSCAIVEYDEPCLTLGLFNGSLCMLSDDHRTNMDLWVMKDYGVVDSWDRVVRVSHLGNP
GFYPHVLRVIALDEDRILFLYGCVVVVYSLKNCSYWYPPTDSVAAVQHADVFVESLISPCDYEANRM*            
>Mgut_mgv1a021932m                                                              
MHQLSADILEEILSRLHVKDLLRFKSVSKTWNSIISSQYFINLHLKKSISSPSHCRIFPPYSVSLVYDDVQQVELTWPDE
ATGYFIGISSDGLVCYMDNISVHPTRICVWNPATRVSKTLNIDGMKFHLLVSWFGRESSDDVYKEGKLLHGIVHWLVTKI
SAADPNHAKVLMLTYNLGQKTVGELMPTPIKSHEMHHITGIGVIGVIDGCMSAIQGYCEGFYEIYEVWVMKEYGIKESWT
KLFTIPHSCDNVQNLELVGVSGYGDIAFRSRTRHDNVAENIYTMNFFTNRRYIRMYVETLVSPKRLSRITAIAPTK    
>Mgut_mgv1a026746m                                                              
MDIISVLPQEILERILYFLPQEDAVRTSVLSKSWRHVWCARPNLAFSVQTFKGKRQDFLITVDKTIQRYRDQRLCVEEFD
LCILVDGSDCPSVTFLENWIPLLKHMGMKKFDLSIHSRYSWAFIDMPSVVFGAESLQYLHVAKFVMDQKCIERIVLLKHL
DQLHLEQVYIEDAVFQRIISSCPSIETMIIEGCEGLKKINLSDLPNLIYFNFDVVYEDELEEEPCSIEIHAPSSIETINI
SFGNIWFCKGAEFRNLINLHLRGVDSSLEHMSSCKFPILVWLSLSDCEGLKDIKLFIDAPSMLLFEYQGFFIPSISFGKT
TSSWRSELNINYMQINNGYLWFLELNELLNSVSKSRIILLSLNASLSAGSSNLDGLLRICRPRILMHLDMEVVEWLWKLL
MERESGDEGDWFRQLWLRDLEQASLEIRESGREEWRSATLSELRKCRETKSYRTRFALKWRQAS*               
>Mgut_mgv1a023471m                                                              
MTRNPKNKKRNTKAVSSMFDSIPHELVSEVLSRVASSSIKDIFNAKLSCKMLNEIAEDTYVYQRVSLDEVPIIPWKPISQ
EQVTFLNRCLQSENPESLYRQAVLDYFSRTNLESTCMHLQKAVKNGHTGALYVTCIVLLFSGDEELKQQGIKLLGNMKKT
NGLKRRLRICRNNLNSILEMIWVKNPVLLEPPVCCTAQDPHHRKRRWSEVEEDVTCEACVADQEINLLSGRYNFD*    
>Mgut_mgv1a021107m                                                              
MDRISELPKHILQRILYFLSQEDAVRTSVLSKLWRNIWCTRPNLDFSDNTFKGNKRKFLSVLDTTLQRYCDQEDQGLCLE
KFHLRISLDDPYQESVSLLEKWVPRFTTMGVKTFRLSVVSNNVHLDLSSVVFKAEPLKRLRLRSCNLGRDIPDNIPFVRL
TQEILDKIISSCPLLTTMSFVDCRDLTSVKLETKLHKNLKRFTFHTTDECSVEIDDIPTLEKIDILGCKVHFHSHEFTNL
EYLSLHSVEISSNSIEESDQVLCIDAPNVNYFEYMGNFTPSISFAPTSNKGRWSSNVRFYVQEVEDAQSCLVKLSKQLQA
LTNSEISLEIIQYSDDNIAHVGEDVLVLQGGGGDYKPVAVEHLKLNCIHVSSLPPFFNCLFCICRPKKITRRWWSTMQGE
LLIKREQKELIEYFCIIRERGIQDLEDLSIGILDNSRRKWKRLSLRGPISWESALLDVDRICIRLKWRESCESSSKLLEL
*                                                                               
>Mgut_mgv1a024301m                                                              
MAAKHPKRSTSFLPLEIIETILLNLPVESLLRFKTVSKSWNTMISDPAFVENQLHRSKTSSSRNLLLGELGFSHYNSEDY
SLVKIDKDRKLQTLQLSEYPPGSNVVLSYCDGVLLLTNDRQTCMDFVLWNPSTGTHATFQFPYEVNPRSQKIYGLCHDPR
TGGFKVVVVVCLKYYTVYSCKNNSWTRKKEFGDTSFLVVYDPHIFVDGVFYLLLMDPGIYLITYFDPVDDEFKILRKPEI
VVDHLWIYMADLKGRLCVYCNANDGRGNAIRIWIKGEGVGNNYWEELITIENVPTYIWFFKPLCFVENKILIQLYSSRLV
LYNPSEKTFEKFDIERSSVYCEYFPYLDSLIDPGAFFPAQEKEEVVIEKLISCS*                         
>Mgut_mgv1a018436m                                                              
MELYPNSMDMISELPKDILQRILYFLSQKEAVRTSVLSKSWRSIWRTRPNLDLDFSDPTFMDRTREFLYIVDETLLLYRN
QDSNIN*                                                                         
>Mgut_mgv11b018808m                                                             
MVSIDRLSELPDSVLCHILSFLSTRESVATAVLSRRWRYFWSYVPNLYFPRQNQDIINRVMLLHKLQTINSFSIHKNEWD
RYQLDSLAAFVVGRRVSPPLIFTFIVMKLNLTTGIIPSLNVSAGPESVAYQIFSLERLGRFRERMNTLQHLNKKTKV*  
>Mgut_mgv1a025434m                                                              
MNNKNTNEKNTNEDVISNLPEDILLEFLRRLPLRDAVRTSALSREWRDKWRSIQELVLNYDAGCFKFPYHDYQICIYQVV
LNHRGTIMKFSLKVPPFMRHSTIDQLILHLSRNHHVRDFTLAPYRMVRYRMTSHFFAFRELTVLRLSQCTLTPPPQFQGF
KNLVKIVFHEVLFLPAAFERFISQCPRLESLSLSSKSNLDSLEVAGPSLRIFACHGFVKSIHFKSCPVLAQLWQRGWDAN
VLVMIQEQETPNPYLSKLKKIELHCYSGTVHQTKLLKYLLTSATGLEYMVIVPASNYKPSVDLRVQTMEYPWASPAARLI
>Mgut_mgv1a020975m                                                              
MADNKSHLPPEIIEIILSKLSSVKSLLRFKSVSKSWNTIITDPVFVQNHIQKSKESNSQNLFLCRVRSSSPIRFSVVEFD
DDEKFQTLPVVIEAPFGCGLVLCFCDGILLLTNRACMKFVLWNPSTRTAEKLWHRNCCRKAAFGLCRDPNTDDFKVVVAD
WYDYSVYSCKNKSWIAMKREYEVEYTGLGLNPMKNNTPKGVCVDGATYWFWSDMYENGIDNNSWKELITVEYNMSNSSLF



QLCSVGNKILFRVTDDELIIYNPCEKRLEESEDYKLLFRGGVVPVPYMESMYFPIEKPNRKWKRKRSIDI*         
>Mgut_mgv1a021957m                                                              
MKRARGEDDSNSVDRISELPQGILQQILYHLSQEEAVRTSVLSKSWRYNWCTRPNLDFSDRSFFKGSKQYFLSVVDETLQ
RYRDQRLCIEEFHLSISLDDSDPASASFLEKWIPTLATTNKGMKKFCLSIRSEQGSGSTHPPSVVFEAELLQDLHFDNLT
LDRKVIDRIILFKHLKTLHLLDVRIEAEIFQKIISRCPMIETLHVEDCRGLRKIEVNELHCLKDLYFIDIEVYPPSLETI
KVSCGNLRFNKGAVLCNLKHLYLRGVEMLLHRLSSCKFPSLERLIIGRCDGLRGIKLFMDAPNIVDFSYNGFFIPSISFA
STSIEWKSRIYLRLRDAPSLWSVKLKKLLKSLSKSEIFLTIEQEYDGDGGDDDDDDDDDDDDDDDDDDDDDDDDDDDDDD
DDDDDDDDDDDDGDDDGDDDDDDDGDDDGDGDGDGDDDDDDDDDDDDDDDDDDDDDDDDADDDDGGDDDDERIIQENINL
VKDKGCDKLVAVERLKIQWPCSYSNISSLFNSALCVCRPRNIGSYHRISLAKEMECVLKILMERESGDDQDDQLRQLWLQ
DLEE                                                                            
>Mgut_mgv1a025049m                                                              
MDRISELPKHILQRVLYFLSQKDAVRTSVLSKSWRNIWCTRPNLDLRRYCDQRLSLEEFHLCIWLKKNWYQELVSLLEKW
IPRLTNMGVKEFRLSICSEGHPIYYDLDLPCVVFEPESLQHLHVQRFKLDHKAVERIVLLKNLRSLRLQEINIEDEEVFQ
KIISNCPSIETMRIENCEGSRNINVGNLRRLKDFHSSGYNLGVANTERSCFEISHQSIESIFITHGNLLFHKGAEFRFLD
DLRLRGVRLLPDNLSSCKFPSLKRLVLNYCDGFEVIELFIDAPKIKSFEYEGDFVPSITFATTLNEWDSHIFVRSADASS
SWWFIKLNELLKSSSQSNIRSLAIRYKYRPWNIVHEPQFVIPDKPVVVESVKLKCDDSTLFSPLLNGVFHICRPRNICDF
DIVAWDMDVIECLWKIFMERESGDKDEPLRRFWKRELEEVSIEIYDDNRKEWSPIHFSELRYYVH               
>Mgut_mgv1a024385m                                                              
MYVSDDLVSEILSHLPVQSLLRFKTECKSWNTIISSPIFVESHLNNYGKNNNFILLTASVKLRLSLASFGISSPSSSRLT
VVDRYSLELPIVKIIHKIIGPLNGSICIYGTA                                                
>Mgut_mgv1a020852m                                                              
MENNDKAEQIQRHLPEDIVTEILSRLPVQSLLRFKSVSKSWRFLICSKNFIKTHLENSEKNETFARHRFISTSLWNSKCP
GNLRVCSLRSLLTEPVTRSSPLDFFPESGSTDLRIVGTCNGLTCVIVDSYRFFLLNPSTREYRQLPDFERPSKRGFMTGL
GFGFDESSGDYKVNAVFRRALFPPTSDVARVYSLKADSWRGNNVRFKDGWNCCRLGKFVNGKLHWRSYKCEHFESEWEIV
CLDLERERFGTLEKLPRCFEGYFCPILLVVKGCLCVLFGYPKAIRFDIWIWRESGVEDSWAKFFTIPNPCHSLTHSIPWG
GYLTPPFVLSNGEVLYSCGSGFLIYNPKDDRLSQSRTVDFDRYEAKVYTESLVSLVN*                      
>Mgut_mgv1a026209m                                                              
MEDEIENLPEEIIEEVLYKLPIKSLLRFKCVSKRWRSLISSRRFAKEHLKKKSSTSTNDSDFSRRTLYSFYHWHRYCGSD
SVGSIFHLGQCNLPSETSTTETSSFDLRSLAAATVDSVAGCGIYLYGSCNGLVLFSMLHLVGNLLIWNPATRQAKKLPPP
YLLSQGTWPSCFLHGIGYDESTDDYKVVNISKDFSPYHYQTHIYSSRTGSWKNIRYGKFVNGRLHWLVYKEDANYNENRD
IVSFDLVEERYKFVGGVENLPIIGTELKLTDLSGYLSLISSTEARGINGTFKINIWVMMKYGEPQSWTKIWKLEDSVLSG
RRVPKAMPLWWLKNGDLAVALGSDVVVYNGKDKLRKTQSKVTDCKIDSAIYFESLVSPFSDEEHRRRQ*           
>Mgut_mgv1a020817m                                                              
MAIVSEKTPSANIPPEIIEIILSKLSSVKSLLRFKAVSKSWNTLISNPLFIQNHLRSSDNSPDNLFLSTDTYGTDRGFTL
VKFEVGNIHSGEISVESIPNGYDRILCECNGVLLLTSIYGECEYDTCALWNPSTRSQMFLINRCEFNEDHDVDFDCGICY
EQITDDVLDCGVCYDQITGDFKVVFVYATKYEIYSCNNNSWTEKYLGTKFYTILGTPGAAIFVDGATYWILGVESRNISG
TQLVYFDPRTDELKILKKPEQLNDDKFHLINKASLGGRLCLYHYNYNENSIQIWIKEKGIDTNWKEFLTVGKLCPYLWIT
PICFVGNKVVIQVDRKKFVYYSPTEQTFEEFVDIDVKCNGFIPYRNSLYFPTAVKTTTIKGQQSRFMLPEHKYLCM*   
>Mgut_mgv11b018114m                                                             
MSFVVDDRISQLPDDVLVDILSFLSLKEAARTSVLSSRWINLWKHITCLDLDTPASLKSFGHKYVNWVNSVIRSNKSPTL
KKFRIRFPADGNSITQWLEFAFSRHVRSLELDFPVYYNNFCFPNELFAPRSNTVLEFKSLKALSLKRVTLRGGEIELFLR
NCPLLEQLIVHTAWNIPTIEVCGPSLVLKHLEIVNCTGLQSLKVYAPNLASLRVTSLKGVSLENVPMLVDATVSCDYDSI
SVKHLLSVLSSCISQLETLNLVLSKSYDRETNELYSYFPEMPKLNKLVIECFSFDDQSLVRFASLIRASPYLQELVLHNK
RLEGRLKHRQGDYDAAAINARFRHEHLKVFRFCGYQFCSSNNALVRYILKNCTVLEKIIIDPCVIFFYNRSSRVMLEKSA
RDVAKQHIEPQLPHGVELVIL*                                                          
>Mgut_mgv1a022458m                                                              
MAANTTIPHDIMLNIFSRLPAKSICRFRCLSKLWSRIFSTTYFLNSVNSQLHRKPDEQSVIFITRPREIIKTIDKIQLNA
VSRTIDFKPSHGWFKILGSCDGLILLQTFECRVFLINPVTVEILEVPPATENRIRTHKYGFGYDPWNDEYKIVEARYSMP
FVEKSKMAVEVYNVKQRVWKRVEDSPFIPSPSRYSHSAYLNGKIHWLVEKTVEAGDGYSTIAAFDLASEAFKEIPLPSGI
SLNRIIWQCKLVVFEGWLCIVESKCDSKNDIWIMKQYEVAESWTKYTFFGDFFGKNLKPLCSIKDDEMLLSSLNKLQVYN
FNELSLRDAVIDAGPHTVVYDEAWPFVGSILSPSVGSRLSE*                                      
>Mgut_mgv1a023705m                                                              
MEKVKAEVNSNNSTDRISELPEDILQRILYFVSQDDAVRTSVLSKSWRNIWCTRPNLDFSDNTFKGNNQQFLSVVDTTLQ
RYCDQRLRVEEFHLRIFLREMDHEFVSLLEKWIRAPTVTGMKKLRFSNGSGHFLGSVDLPSVVFEVESLQDLHVESFVLG
RETIERIVVFKHLRSLCLEQVRIKDDVFETIISNCPSIETLVVNQCKRLKKIKVNHLHNLKKFSFSKRRVDCSIEIHPPS
LVTVNISDNIWLHDGGGYFRNLNSLRLWRVKSSLEHLSS                                         
>Mgut_mgv1a007440m                                                              
MEGETSWVSHCVENFPNPTTGFNSFSELTEESNKEESSGISMDLILPNDLLEKILANLPIASIFRASSVCKRWNEIVTSK
RFAFYSSNASPHKPWYFMFTSSDEPVGYAYDPILRKWYNIDLPCIETSNWFIASSYGLVCFMDRDTTSRQLYICNPITRL
CKRVDNLPGPSSSDYTALAVYVDRGTREYNISIVKSRQVPDNFVQWDLTLHLYNSKSTAWTTLLTENLTGWRGGDESVIC
DGVLYFLIYPTGGGGPHNQHGVITYDLKKRDPHGLLMRSFVPVPCSLTCGRLMSMRENLVMVGGIGKRDRPDIIKGIGVW
TLEGREWREISRMPHKFFQGFGELDDVFASSGSDEVVYIQSYGAPALLVFDVRHKVWKWSGKCPVTKRFPLQLFTGFCFE



PRLDIAP*                                                                        
>Mgut_mgv1a025814m                                                              
MADNKSHLPPEIVEIILSNLSVKSLYRFKSVSKSWNTIITDPVFIQNHIQKSKHSTSHNLFLTRAMSSTSSIRFSVVEFD
DEKFQTLPVVIEAPFGCGLVLCFCDGILLLTSRSYQRLVLWNPSTRTAEKLWHRKGCSKASFGLCRDPNTDDFKVVVADW
YHYSVYSCKKKSWIMMKKEYEIEYTGLGFNPRNTSPKGVCVDGVSYWVWSRPTVTKIVYYDPRDDKFKFLHLPENVDGCK
IIHLVNVRGSLCMYCNFYKVRIYTKENGVDNNSWNELIMVEYKMPIWLSLKLCSVGNKIVFHENHDRLIIYNPWEKSNLL
SPFSSC*                                                                         
>Mgut_mgv1a023988m                                                              
MSVLPDDLLVHILSFLTLKEAAATSILSSRWRYLWTFTPKLEFDGKQINMLLKQKRSAYVKWVNDILASHKNSNIEVFKV
LFSLDDVYEDDIGKWIRYALARKVQTLELNLKGTYGCHTHGEYYSFPNELLCNSTDFKFLKSISMDSVDVDGEALEFLLC
NCPLLENLSVSQSRDLSSLYIYGSSRSLKRLEIIDCQELGSIEIHDSNLVCLNYEGPRIHIVLEGVPHLVEMSLGGALTY
YIQDVISLFSRQLPLLEILTIDVIEDNFSWQ                                                 
>Mgut_mgv1a023196m                                                              
MAIELEKTSSANIPPEIIEIILTKLSSVKSLLRFKAVSKSWNTIISDPLFIQNHLQSSNNSPNNNLFLSRHTYGTGRGFP
LVKFDVGKIDSGEISAENIPNGYDRILCECNGVLLLTSRLHSESEYDTYALWNPSTRSQMFLINRCEFNEDHEVDCGVCY
DKITGDFKVVFVYSMNYAIYSCNNNSWTEKYLGTKFHTILGTPGAAIFVDGATYWILAVESTNISGPQLVYFDPRTDELK
ILQKPEQLSDDKFHLINTSSLGGSLCLYEYNYRENSIQIWIKEKGIDVGENSTHWKEFMTVGNFRVPFLWITPICFVGNK
VVIQVARKKFVYYSPNEKTREEEKLSPNFGAQLCNGGYINNQHIGDLGSKLSTGKMADGLSFLTGNNWVSMRDIGNNKKG
TENGELLQKA*                                                                     
>Mgut_mgv1a026289m                                                              
MWSNLPFDLLANIFSYFPPESLARAKATCRNWHAVAEAAATLAVRRRHPPWFVALPAGVSSCYAYNPIGDNWHLLSLDCN
IKPISTICGLILSKLTAATSLQLSVCNPFTGQFRNLPPLKMARTNPAVGTVSGSSSSSFQIYVAGGMSAAATSGGAAYQP
TVETYDSVSDRWTVVGAMPAAFAVRLTVWTPRESVHSNGTLYWMTSARAYSVVGFEIPTGRWKELRVPMAERLDFAALVP
RNGNLAAVGGVCGGGDASVWELGEGDAWCLVETVPFELGKRLLGEKRNWASVKCAAIDGAVCLYRDLGSGIVIWREIFGE
GKKWEWDWIEGCCSIKGIQIRNIPISGFFIRPNLARSAF*                                        
>Mgut_mgv1a020858m                                                              
RRRRRRRRAMAEKRLTSNLPEEIMEEILYNLPIKSVLRFKCVSKSWLSTISSKTFIKDHLKRSIAEDEEKPGLKVLTNRK
ILFNYVKPAARLSYSIGSFSLCKNPKITPTLYDIPIQNVGFMHIIGSCNGLILIMIEGKLVLWNPSTRIYRVIPSPSFNE
AIFLHDGPFHVRYGFGYDESNDDYKVICIKDTNYFPEPYHYETRMYSSKTNSWKKFDNCEKHLHGTHDGILVNGRLHWLV
QYNRSTGSRDIVSLDLAEEKYQTFSHGVEYSSGVVSLVELGGYLGLMNLMSGADVNVWVMKEYGVTESWTKVWTLSNFID
QLPRKCVGDIGKLKPLCWSKNGDISIAFGQYVVVCNGKNVLRKSRVGSVFEHRIQPIVYVESLVSA*             
>Mgut_mgv1a006260m                                                              
MSFRSIARDIRDSFGSLSRRSFDARLTSNHHRGKSHGSFLDLNDEPLIIQNSRWANLPPELLYDVIRRLEESENTWPTRK
HVVACAAVCRSWRSMCMEIVKNPESSGKLTFPVSLKQPGHRDGTIQCFIKRDKSNLTYHLFLCLSPALLVENGKFLLSAK
RTRRTTCTEYVISMDADNISRSSSTYIGKLRSNFLGTKFIIYDTQPPHTSCSHNPPQGGRGPPSRRFYSKKVSPKVPSGN
YSIAHISYELNVLGTRGPRRMHCAMHSIPASSVGPGGTVPGQPELLPKSLEDSFRSIDHSTEFNSSRFSTGPIVSADVDD
KGGPLVLKNKSPRWHEQLQCWCLNFRGRVTVASVKNFQLIAASSSTSNGPAAGPAAAAAGRAPQQAPAVGPAGAGGGAGR
APQQGDQDKIILQFGKVGKDMFTMDYRYPLSAFQAFAICLSSFDTKLACE*                             
>Mgut_mgv1a021261m                                                              
MEKLPYDVLEIILSRLPSKSLLRFKSVCKSWNATISGERFVGIHLQQSRQSSGNQDIFFWREKRGFKYESQVRVTEIPQH
IQTKMRLEQLEHEQKLDPSVLCYCDGLALRRYGKLLHNQYVLCNLSTGTHVEFYCPYDEILYNSHQTVYAICYDPSINDY
KVIIIDYKRYAVYYCRAMRWSEMRETPDEFLGGGLLIGKSVSLNGYLFFILKNEEDDCFGIKIFGFDSVNEKFKRFPEPT
YVKRRGVFMYMTCVGGYLYLCFDNSRCQMIKVEGGGEKEEELVWFDFNGRPPNSERVECDMASTVQEDVNILSFRRIYRI
KTGY                                                                            
>Mgut_mgv1a017918m                                                              
MDRISELPKHILQRILYFLSQKDAVRTSVLSKSWSYIWCTRPNLVSSYNDSKENKQEFLTTVEQNLQRYCDQRMCLEEFS
LLIILDNHEYVSLLEKWIPTLKNMGVKKFRLSIYWKYSRQLPSVVFEAESLQDLHMEGFTLDQTTIGRNVLSKHLKRLLL
VKVEIEDGVFQKIISSCPLIETLSLESCERLRNIKVNNLLRLKKFHFSSTPKEECCIEIYPASLEIINIGHADVSFPKGA
EFQNLKSLFLNHVILTSFDNFSSCKFPSLVNLCISHCDGLDESTEESHLFLDAPNLNTFVYHGWFNLSFSIATTSREWSS
TLYLLMRDDPSLWLLKLRKLLESLSRSKISLTIFQFHINAEDIFIENRDL                              
>Mgut_mgv1a009193m                                                              
MVGSKSNCVYVNGSNRPYYHRRCKGKISSTNIESLPDELVFDILLHLQSEDIHRGARLVCKKWYNTVRTRNFRCARLRNS
TVGLLIHSSGDERPIFLTLEKGRVEMSKLSYKIPGRVWTSCNGLILDYEVMRDAYAAASMEYKVAQTFSSRLRYPFVRGC
AILTVGVDKFWRHVDTENLSPIGREILRGIPLTTEGYFHWTHREGTRVLTLNVETEIITETLVPNGYGKKTKYYLSTGRS
LTLLIACSGFSWEVLKMKSETGEWTKLTKVDLKARKCEFEQFVRECCGPVVQPSSLVIKPVGWLDEEVLVLNAFPTLVCV
LYKVRAQEIEFVELDFDDDDLNFQVHRIRM*                                                 
>Mgut_mgv1a020807m                                                              
MDDRISYLPGDVLRVILYFLPQKEAARTSVLSTAWRNLWIRRKNLEFFESKFKRSKEEFRHVIDDSLRRYHDSAMYLEEF
TLSTALDDETLQHLQTFWIPRIEQLGGKKISLIFESQDADMNIPYVLFEIVQLYSLRLEKFTDSHLQGLNLVACVNLRMI
ALVDVDVTNKDLENIANSCPLLENVTVQHCRMVSRLNFDVLHHLKTLCFENYEFHEQQSFEVYVWNLETAVIGSNICDIF
KMGGSLLHMTELSLNHVMEGLRNLSNCYFPCLHFLRITNCHCLSGVDTAVNAPNLVLFEYKGQFVPKIKFAQIINQWDSK
IQLLKTSSSGEWLPKLAELLQCLEGSNVYLIMDHNDIRKEHIFERTRASNKQVIESLSVRCDLSVASSLFLSVFLVCKPK



ILYYIGDDRVTSVAYLWGILKEEGNIKHESLPRILEFQEIRELLLEELEEANFQIKKKWNREKDWHSCPLFEHLMSYKLS
HFRFILKWKET                                                                     
>Mgut_mgv1a017688m                                                              
MTSSTSSSIPEAENSDRISGMPDDVLVHILSFLPTTISAKTSILSRRWRFLWAYAPNLIFKTDDDVDSDIVYRVMLLRRS
ENINTLRMTGCFPCTELQFDTWIAYAVMRDVRNLDLWVSGCRILPQCLLNCKTLVDLRLTNCSVIPEAGPICLPCLKNLH
LIHARYESDESLPHLLSGCTMLEEFVLMLDEDSLSCYNISSPTIKRLTVHFHFSDSTSYECRLVIDTPALGYLEICDHFG
KFAPLIDAEIHLEE                                                                  
>Mgut_mgv1a007820m                                                              
MDSFPTDLLQEIFIRLPFKNVGISKCVCTSWCDLLSDQSFTANYAANSPITTVFAEQSVITFNPPSLLQFAPNGDLIATR
INPKIPGKNRYIGREKNSTLYLAGTGNGLLFLMLRKALLNLVTEKIYFFNPFCKECVQVAENSLVRPEWSYGYKYMIDYV
PGIKSYKIVRFTDPGNEKPSQAKIFAVGIDQEWRILDDPGFCHWVSVDNDGVVSIRTLDLSEEKFTPGIRSPRELTRISY
YENRVTGLRVFNDRLSLVDRSDFDERITIWTMDEYGISDSWSKIVVQLSWLPFDMRKSADLYHALTILPNGNVVLSLKDS
VELVSVCIEKKQATKFRVPDNVTNRSTLYGTAFAPRFYPLDEDRVRRQWHNRKTPSAWLSTVSIALSVGVGFVC*     
>Mgut_mgv1a008945m                                                              
MAAEEENTSRTFLPFDIIECILLKLPSKSLLRFKTVSKSWRSTISDPNFAKIHPQFPNPPNLFLLKRSIDQGFYLVKLHG
KEVREEAVLESPNGWNNALCCCNGVLLLTSTYWVHWWSREYFLWNPSTRMKTDFSFPPDFGYSGSINLGILATADDFKVV
ITCKEKYAVFSCKSNSWTEKLGFPYHGSVPGISVDGAVYWVLRDEKNTKQVVCFDSETDELRTLPKPDRISDDCLFQLAC
LKGGLCFYCKIGDGTAVRIWIKEEGVFENCWKELITVEDLEDIPIRSIEPLCFVENKIVLRLEFTRFVCYDPCDKTFEEF
EDTHLFGIELFPFMDTLFFPVMKTSNKRKRSYLSGFW*                                          
>Mgut_mgv1a023890m                                                              
GFFPDEVIIQILARLPIKSLFRTKCVSKSWYNLISDKYFTNRYNEVSIRNPMVLVEINDPTLNSKPSLILVDNSKGVSEF
SLDFVNDRVKIRSSGNGLLCCSSIPDKGVYYVCNPMTKEYRLLPKTRERPFSRFYPDGEATLVGLACDIYTQTYNVVLAG
YHRSFGHRPGRTFTCMVFDSDSNKWRKFVTLQNDNFTHMNRNQAVFVNGALHWLTASCSSVMVLDLGTEIWGKIELPSEV
TCEARNIRVYLLECEGRLSVVEISDVWMSIWVMVGGDYRVGEWCMVDRVSLRCIRGMVPGVFPISQTNECVFLATHKQVL
VYQRRSRVWMEMYSVKHSSVLPLWFSAHAFRSTVFSCK*                                         
>Mgut_mgv1a021949m                                                              
MASPPWEKLPPEIAAAILHKLGAVEILTTAQKVCPTWRRVSLEPSMWRCIKMEHSRATGRLYDLKKMCRHAVDLSRGQLT
DITIHSFCTNDLLLYISQRSIQLSRLCLQDCHDIGGDALTAALKNLPLLEELHLQNSSFDVKAIETVGRYCPLLKSFKLN
SDVFDPEEACDLEALAIAENMHGLRHLELYGNKMTNVGLKAILEGCPNLESLDLRRSINVDLVGDLERLCLQRIKDLKLP
HNYTRRYPWDTHYDMFCIWADVSDSEDDFFADGDSASDCDDDYFPLNVLLFYD*                          
>Mgut_mgv1a010289m                                                              
MASDDEDESLAHFLESEVLSELSDQEEENKSEEEKYGKRSRPEEGELSEQEEKEQQEAKKIRIEKGKISDEGLSRAVRSS
SSLSSVELELEVEAVQSPLKRKGIIVISNNNDNARVGSGSRQFPKRIETGMFSQIPPELLFHILKFLSSEDLVSCSLVCR
FLSFAAADESLWRRLYCMRWGIMPPKSPRESAWKKLYIKRDEEDMSEFVRTCPSEFKEYYIQMQMAKRSQTPLPSQVNDD
RIILDKTLADQVYMWKSSKGLTDTMVVNHACSGESCTYYQIGDVFVCEKTGNVHARAYLLGYNCDDEKELEAALRFC*  
>Mgut_mgv1a020780m                                                              
MSNYVPTDLLIEILQKLPVKSLIRFAAVSKSWRSIITSAAFIASHLSKVLPHPTINPEDAYISVLGFGVDAGRTHHKVVR
FLYCRNAAGIFTTRVEIFSLKTWSWRRLIGGVDITLDAYPSLYFRQVFLNGVVHWLIEQKPIGDNSFRRSYILAFDVGDE
VFREVMLPEWEAGGSGFAKLRIFVIKESLGVVKSTGESCDVWVMKEYCVKESWTNGEALLALENSRLVVYNSETKQTKAL
GVYEKFFIYNYVESLLLLRGHRMR*                                                       
>Mgut_mgv1a019646m                                                              
MADKKSNFPPEIVEIILSNLSVKSLYRFKSVSKSWNTIITDPVFIQNHIQKSKHSTSHNLFLHRAMSSTSSIRFSVVKFD
GEKFQTLPVVIEAPFGCGLVLCFCDGILLLTNHSYQRLVLWNPSTRTAEKLWHRKGCSKAAFGLCRDPNTDEFKVVVADW
YHYSVYS                                                                         
>Mgut_mgv1a024942m                                                              
MALPIEIIEIVLSKLSVKTLLRFKTVCKSWNILISDPMFIRKHHDRQLRSKGSKKSENLFLVKNSQGFSLVKLEKGRRIQ
TLQQVFGPYLWVTVLCFCEGLILICDLSKENFALWNPSTRTHTVFKPTFYCVNAAFGVCHDPITDDFNVVIAKSYNYSVY
SCNNKSWTMLEKEYETNYWASECSPQIVYYDPRDDKFKILHMPENVDYDKSIYLVDLSGFLCLYYEGRDKNTIVIWTKEK
GIDIHSWNKLMTIENVEEPLRWFKPKWLLGNKIVIRIKETNHSGRLIVYSPCKKRFQEFKDTKMVFGWLGFVPYMDTLFF
PVEKSGRIITGEFGFPIEKSIPERERKRKRKCIE*                                             
>Mgut_mgv1a021058m                                                              
MDPKRPHSRRSAEIIAGNDDLLTELILLHLPATSLLRFKSVSKHWQTLISAPSFVRQHTTHRGGGNSPPSFIFRSNSHKF
FYFNPATKSLRRQKFYHRYRHTRILQSTNGLMLLECRKSKYGQKHYAVYNPTTRWSRTLIDAKRKNKAAISGVCLVFDPS
RSPHYKIVCVRSGKNWEYSNPTIDIYDSQSGTWNYRLHFTPIKIKFSSGIYRNDCIYWIRPTSRSYYYNLQTEVEDKMIN
NLPRIKTPWRRNGETNKNYVMESNGHAHILCTYMGPEFKSMFVYELSEDNSGWYDKYRVDLGPISSVLAEKNDPVELVGI
VRGEREGDSSVLLHSPGRIIRYTFSDGSFEVLVDFRNRSEIYKE                                    
>Mgut_mgv1a007779m                                                              
MLLFLVSCLSFLLVSQSLILKQKNQPPKFNSRMWVFLKSPHRFFILLSRKRKILNRFFFFFPSIKKIQTINTTTKEERKE
EAAHKEEFSLLDLPDLPLDAILEKLSPFELCSMARVCSSLKLSCTSDHLWRKQMEKKWGGVIGDVAHNEWRSQLITASKR
PHFSTERSGKFQLFLELFMGKKSDIKKSDSRKYLLQENSVMAFYLALETGKFWFPAQVFNRQVQNGHVGFMLSCYDAQLC
YDSTTDNFIARYRAQGRSMIEEGIEWDRIRAPSVNTPPNSLHISDCLDQIKPGDHIEIQWRKNKEFPFGWWYGVVEHLES
CNGNEFNCQCHITDAVSLEFKQYSRASRWRRTVISRKDHTVIGNEIDGFYGGIRKLCNKQEIAKWKQLWPNCTLE*    



>Mgut_mgv1a009939m                                                              
MYEIGFSELSDDVVLNILYKLEEDPRSWARIACVSTKFASLIRTVCCKSKCSESIPAVVSDLLNPTSPPGFWASLYKLAV
CCPGLLHSGVLLENSDFGLEREIGPDENFQRNILFRPNESGKAASSSNDDGESSAVAVHDGVWSLYDDLMYDTLYNDSET
VSKERAETLEARPEEATATEDAKPGFAVSKKRKICRPHRSHLASGVWNLSREQGNKLLASRFKGDCLYICDWPGCIHVEE
KRNYMLFRGVFKNFKQSRVWRTINDGSRNKIELNCAFCSAEHTWDLHSSFCLRRYFGFHDDGEPVVRAYVCENGHVSGAW
TDWPLYT*                                                                        
>Mgut_mgv1a017999m                                                              
MKTDLEFQTSRNGGAGQDPTDEEDQQPQQQVVAAVAAAVAEPPTDLDSIPDGILEEIFTRVPAKTVFCSMAVNTKWLSIL
DNRTFFKRHHSLSSARPLVVFSDPSGRRSNRVLHLYEGRALPDYRPMPARSLGTRIDFPDMARGRCTFLHGVNSFVTSCK
GLVCWATHRGAGDVVLSNPITGEYMLANAHARGMNSLRELASVFVGVGYSRETKTFELLKMILALEDDPVDYSMVWYPEL
LALGGNSWRPAGEALQFDFSRMIYNLVNVDDGTIYWRYKDDSSICTFDFDRTLFRVVDLPDFEGPVLKTVSLGVLDDTLC
ASFASPDNTYLELWSAKTIDNCGARGVETAWKMLHRIRINTSTAMLENNGRVWNRGAYRPVMHVENNKILMHDRRTNFRL
YDVVTGSETVFPLVEDINDNDEDADEDADEDDDDDDDDGHPVAVQVVSLVPNIICLKETLNIHDGNIRVLRTES      
>Mgut_mgv1a026699m                                                              
MDRISELPRDILQQILNFLSQKEAVQTSVLSKSWRYNWCIRTNLDLSFDNFRGDKLEFLSVVDNILRRQCDERLSLDEFH
LSISLDDPDLDHTSGSYLKKWVPLLTVIVFGAESLQDLHLDNFVLDRETMERILPWKHLTSLRLEHVYIEDEILQKITLG
CPLVENLKVEGNSWRVRAVNLNHLHNLKYLFLQLYERENDQHCSFELPPPSLETVQLCFSNFSYHKGADFRNLDSLCMQY
VRSSPWDRFSSTIFPCLKRLTIYHCPGIEKTKLFINAPNILYFAYHGLKVPTISFAETSSEWKSEIYLDYNGLTWFLELH
ELLNSLRHSEISLAIDQHGRINKHVTVGENVDNRPIVESLKMDSRLVVYMFFICRPRNIYGYEIKSVRFLRKFLMKRESG
NEHMQLLFRDLEEVSFETRVDIREEWRPLTLSDLKSGLEFRFAFKWRNTPL*                            
>Mgut_mgv1a000846m                                                              
MDSDDSELGLGGAGELGLQISVENAKGKDKNENSDSDGEFDDKSEDLLPWMINDVRSRCVDNGGSGSHEVKMDVNLNLRL
SGEPSSSNSSNIATETENFDRFDHDMQNKRPKVHSFSLDWVTNFETEIHYLGPLHEEVDDENLPDSSVTLDNAENKNDPL
QMEDSGVRMDLTDDLLHMVFTFLEHMDLCRAARVCRQWRDASSHEDFWRYLNFENHYISVQQFEDMCQRYPNATSVNVYG
TPTIHLLAMKALSSLRNLEVLTLGKGQLGETFFQALTDCHMLKSLTIDDASLGNGNQEIVIYHDRLHDLQIVKCRVIRIS
IRCPQLETLSLKRSSMPHAFLNCPLLRELDIASCHKLSDAAIRAATTSCPLLESLDMSNCSCVSDETLQEIARACRHLRI
LDASYCPNISLESVRLQMLTVLKLHSCEGITSASMLAIASSYMLEVLELDNCGLLASVSLELPRLKNIRLVHCRKFADLN
LRSTLLSSITVSNCPSLQRISIISNALKKLVLRKQESLKTLALQCHSLQEVDLTECESLTDSICEVFSSGGGCPVLRSLV
LDSCESLTTVSFESTSLVSLSLGGCRALTSLELKCPNLEHVSLDGCDHLQTASFSPVGLRSLNMGICPKLSELHIEAPLM
VSLELKGCGVLSEASIYCPLLTSLDASFCSQLKDDCLSATTSSCPVIESLVLMSCPSVGPDGLSSLHCLPNLIFLDLSYT
FLVNLQPVFDSCLYLKVLKLQACKYLSDTSLEPLYKGGALPALCELDLSYGTLCQLAIEELLAGCKNLTHVSLNGCVNMH
DLDWGLNSDRLSEVGTFYGSFDSSSSSSLEPNRLLQILNCVGCPNIKKVVIPPTARCFDLSSLNLSLSSNLKEVDLSCCN
LFFLNLSNCNSLEILKLDCPRLTSLFLQSCNIDEETVETAILHCNMLETLDVRFCPKISPLSMSTVRTACPSLKRIFTSL
APT*                                                                            
>Mgut_mgv1a021609m                                                              
MEESVGETLIIGDLGDDIIPEILSLLPAKSFASAALVCRKWNVICNCILSSPKLYSAVSLNPSLEEAVNEVVDKVLSEPI
RPHFALASIGPSFVLQEALVLIERNLCSKIPIIVSVAEGVIGKDVLTDKFVEVQWTEHTVTCGIILTVGFLPGVTVHLYL
VFPEDGFIVGDGGSSNFIVRYQNTTTLAGLAGVSLLFTRDINKPSGVGETEFHVMFSTGVSLVGPTYEANIIRDEES   
>Mgut_mgv1a021233m                                                              
MSDYFPAELQSAILQKLPVKSLIRFTTVCKSWRSIITSPNFIQSHLSEGKNHTQILLKRFDQTDEREHFSLLNLVAENGA
LSVNSSSHLEFPVKSRTACSPIVGCCDGVVCLLETCSARSSPKDVILWNPSIRTHLVLPTPTINPKESHMVVLGFGSDAN
HAHHKVVRLVYKPNDFGAEVFSVKTRSWRRLSGGVGVALRALKTGYCQAYCQAFLNGVVHWLALNPVDRRASFLAFDVGD
EVFGEVMLPDCLASECLKMLCIFVIGESLGVVKYNKGYESWDVWAMKEYRVKESWTKMYTVEVSARVVGFRNSGEALLAL
RSLGLVVYNLKTKQMQSEDLGIYGCTMLFYVDNYVESLLLL*                                      
>Mgut_mgv1a022430m                                                              
ISRLPDDILVSIISRLTVTEAVCTSVLSTRWRGLHKYITRLDFSPTSKQLQAFKDQEKKRGRNKKGDDRVFEEEVVRSCA
SIIDRTLDSLKGGAALEEIRLYLPWFQINTWSEDETWPIKRWLDFAFSKKVVRTVHLHLNSVHASARFPVPPCNFERNLP
AFKSLKELSLQGVDFDDEGLRLLLSNS                                                     
>Mgut_mgv1a024933m                                                              
MDRIPELPEDILHRILYFLFQEDVVRTSALSKSWRYIWRTRPNLDFSDNTKYYKGVVNNTLQGYCDLRLCLDEFRLRISS
GDYSDSELVSLLDKWIPLLTTSTMGVKEFQLSILSKNSVRGIVHLPVVLKAEPLKLLWLYDCSLGQNIPENIPFVRLQVL
RLQSVSIEQEIFDKIISSYPLLTDVWLQKCEGLKTVILKKKLHRYLKH                                
>Mgut_mgv1a024601m                                                              
MQMFWGSKSKRTSTNIGSLPEDLVFEILLSLPAEDIYKTAILVCKKWHNAIHSRNFVHKHLQHSTPVLLAQLIDHDLDRG
RDYGFHQLNNIKRFLPMGRGSVEVSNFSYSTTGRVLGSCNGLILECLETEDRYNLSIVNPVRFEIFDLPSISPEFDIAYD
PMIAYAEGSNRYKVVVMGFCKFEPTGIESCVILTLGVDKSWRRVDTKHLDIDRCLSTQCFIHWTRSEGTTRSEGTCIANL
NVETEIITETRIPQGYEKRFKYYLSMGSCLTLLVECDEFSLEVLKMKPETGEWTRMPKIDLEPLKGKFVNL         
>Mgut_mgv1a024135m                                                              
TGKAEQTTDHFPQEIIEEILYRLPVKSLSRFKCVTPSWGSLISSKQFIKTHLQRSKKIESFTDKRIISTCKGNLKACSLS
SLFTEPVTRAFSFDFIPINSSRDVVIVGSCNGLICVLVDACRFFLLNPSTRESKELPDFFTGALFPKNVGSIRGYGFGFD
ESSGDYKVCAVCYMIFRCGSNLTFPSTARVYSLKDDSWGRNFFFKDVCIFGSAKFVSGKLHWISYSKTNPKWEVVCFDLK
SETFGIVKQPSCIEGYYSPGLGVLKGCLCVFADYVSTIKFDIWIWNKYGVDDSWAKHVTISYRSVSWEPSLPETYNLITP



LFVLPGGEVLFTYGSVFFIYNKKDNCVRQQHTVDFDLDRVRAAEVYTESLVSLVLDD*                      
>Mgut_mgv1a010888m                                                              
MGAQYLETKDEPIENYRILKVKESLSKPFQYVLACKELSFLLKNGYSQFPKYLQSLLFHDTVFAFTLLPEMPTQSAISAA
NSLLQSAEYALPKQKRAIAVKEYKHAIVASKRKSRTNQHDEDLTLPPQDVLVHIFSFLDVQSLASASEVCRSWNSAACEN
HLWKSLYVIYFSNSDVVTKGGGVKNHRVTKNEDNSGIGIDWRRAFKSSYKETCRRKFKSHRGCCYRCRSIVWISSNQCCN
KLDLKDGSRHQIKLLSAPQIVDYIFGGMPVQESSSDSDSDIEDDSFLKLWAFPRQISG*                     
>Mgut_mgv1a010720m                                                              
MAVESCGEIYALPEDCIANALSLTSPKDACRLSAVASTFRSACESDTVWDRFLPSDYRDIISRAVDGPDSLLADIHSKKD
LYIHLCDHPLLIDGGGKSFSLEKLSGRKCFMLAAKELSIVWGDSPEYWRWISLPESRFAEVAELLNVCWFEMHGKISTKM
LSPRTNYAAYLVFSCKSRTYGFEHQPAEASIAAGGYESEKRTICLDPEGEQRQRYQIVPRHIGSMYRRFLGARRQQDDVP
TERKTEYPKQRSDGWMEVELGEYFVKEGQDCDLKVSLMEVNGGNWKSGLIIQGFEIRPKECEDN*               
>Mgut_mgv1a007991m                                                              
MSDFIPTDILIEILLKLPVKSLIRFTTVAKSWRSIITSRTFIDSHISGGGNNHTLLLRRYDISDKLEHYSLLKTTKGVIF
GRNSSSQLVFPFKSQNGYFRIVGCCDGLVCLLDDLFVNCSSPIVIWNPSVRNHIVLPNTTINPKEVPHIVALGFGGVASH
VHKVVRLVYCRKTEDFGFVVPPLVEIYSVGTGKWKKISGVDVRLRVLEYMWNQAFLNGVVHWLAYEPIDENKTTRGSILS
FHMGEEVFGEVALPDELASESVTSFCIFVIGESLGIVKYDGEATRQSCDVWFMKEYGVKESWIKLYRIGMLEHLEKVVGF
LESGEALLALMNIGLVAYNPFTMLTTDLGIDGAPRSFYVDNYSESLLLLKGHVVGAAEEESSVRRIEN*           
>Mgut_mgv1a020639m                                                              
MARKLAKTSPLNIPPESPSNIPPEIIEIILLKLSSVKSLLRFKAVSKSWNTLISDPLFIQNHLQSSNNSSDNLFLMRFTN
YSGKGFCLVKLEGQDFDTEAILKSPYGCNMILCECNGVLLVGDSTYKCSRKYVLWNPSTRKEIYFDCPCALFDKDEMLNP
GICYDPITGDFKVVLIGSGSYAIYSCKNNSWTEKKLGIRYTGTTCHGIFVDGATYWRLFHYNENNAELLYFDPRTDELKT
LQKPEQVKYDGGSVFIGVACLR                                                          
>Mgut_mgv1a021963m                                                              
MAAISEHRSPRRRKQNTVAIDQLSDLPDEVIFHILSFLQTKFHVRTSILSRRWRYLWLESCGVVPDIGGAVFFPRLKNLH
LIQVQYESDESLQHLLSGCPVLEELSVELFIDYSSWYHHRVEINTPALVCLQLFDYSTQYIKCGELTALIEADIYICNNV
KPEDGFLYSRSLMEFIDRLHNVKCLKLNLINYINYLCPIQFFSISFHNLTKLELTTDCYFLSKLHENADNLEILILSEVC
*                                                                               
>Mgut_mgv1a020554m                                                              
MATEEKRSKTLDHLPQEIIEEILYKLPVKSLFRFKCVSKRWRFLISSKKFAQHHLKKSRTNLSRQKLIILNSDVINRSFR
SCSLQTLIENSNVASFDHHRMDLRTVLGSCNGLLLVSVDVRNLILWNPTTRQAKNISPPENRSRYFYSDDFIDGGSFVYG
LGYDESTEDYKVVCFFVEYEKPHNTTTTMIYSRRANSWKRVESFEKGFFRLDICGTFVNGKLHWMTEEDKNKRGRWDIVS
LDLAEEKYEMVGPPQSRTHYRPRLHDLGGCLSLTSFDRNLDMDVWVMTKKCGEAEYSWTRVWKLCCDMMLYGHRGNTVCP
LWLTRIENGDIVFEAKIFVESLVSPFGDQQ*                                                 
>Mgut_mgv1a024654m                                                              
MKTNIKAFRRAHSSAQIVNSIDDLLIDIFLRLPIKSLVRFKLVSKRWHSLVTDPQFCLMRSNTNPNPAVGLFLLSPTDSI
SYDYVSLSINKSGNPPFRKLDFDDEPRGVRILQSCNGLLLCCSNSARDCNKRYYVYNPTTKNFSTLPKLNGVGGISKRMC
GMNLAFDPAKSPHYKVVCVRRLRSDSGEYRYQFAVYSSEKGPWRKWGDPYTAGVVFETGVYWNGAIHWISNGTTDSCYFD
LERHET*                                                                         
>Mgut_mgv1a010975m                                                              
MAIPEELMIDIFSRLPAKSVGRFRCLSKLWREILSTPEFIKSHLNLQTNPQQNLLLVAALNTIHTISDVKNGTVSRKIQL
IDEWEEAIGSCDGLVLLLNEKSEKILIVVVSYYDTDEYYPDNFDTFVDVYCVKKGVWKRVDNSPYDLSSARRCTGACVSG
AVHWLAPSKKQGDYRSVIAAFDLAREVFDEIPVPNDVSMDSGCYQLVVLGGCLCITDAGRSLHQDNNKTDIWIMHEYGMA
ESWTKFTIDCGGEVLLVYNLKEKSLKNMVVDGASAYVLDGCVFVESLLSPCFGAP*                        
>Mgut_mgv1a008319m                                                              
MAGRRRKKMKLLAETIRHSKKLSKHEPIDEQQETQTQTDLPTELMELILSQLTLKDNIRASVVCKRWLSVALSVRKSNKP
PWLMFFPKFGNLYEFYEPSKRKTYFLDLPELNGSRICYARNGWLLLYKPRTQSVFFFCPYTRDSIALPTLELTYQIVAFS
DAPTAASCIVFTVKHVSPTVVAVSTCRPGATAWATTNYQNRLPFVSSIWNKLVFCKGMFYCLSLTGWLGVYDPQKSTWAV
HSVAPPKCPENFFVKNWWKGKFMAEHDGDIFVIYTCSAVNPVIYKLDQAKKVWVEVENLGGMTLFANFLSSCARMDLLGT
MRNNVYFSKVRFYGKRCVSYSLENGRYYPRKQCYDWGEQDPFESVWIEPPEDLSTFL*                      
>Mgut_mgv11b018472m                                                             
MDRISELPKDILHRILYFLSPKQVVRTSVLSKSWRYDWCTRPNLDFSDMDFIVKMQESVSTVNNILQRYYDQRLCIQKLH
RSLLLDNNLDRWVSLLKTWTPLLTLTGLKKFRLVYFGGMPAEVFGAESLEDLHLEGFTFDEKGIERMVVFKRLRSLCLRH
VKFEDDVLQKIIASCPLIETLNVEGYCDWEWTSTIKLNDLRNLKNLKSNIFTFEIHPPSLETIDIRCGDIRLHRGAVFYN
LRDLYLARVGSSLDHLSSCKFPRLECLDLYDCGRPEEIQLFIDAPNIVCFKCNESRVPSISFATTSREWKSDISLTPDEF
SSSWFLKIKELLKSLSRSKISLTIGGFDYIVQENINTVQDNDCDNPVVVECLRLDCPYPLSSFSYLLNVTFGICRPRNIG
NFHEQADAEFVAFQWKILMQRESENQDEFAHLLFRDLEDVSFEMKERNREDQWRPASLSEFILNCRQSESRFALKWRETL
*                                                                               
>Mgut_mgv1a026068m                                                              
KIRDGDYAAESSAAKKVVGNSFSVPKFLREVFTEELGQASGGRRRHWLLVLAVHAVMLDSGFLEFDKKSKKVVRGFGFHS
RGDLPSDLSLFYTPVPRGAFAENVIVVLKFQPLGKFMTVYGALDNGSSKRSTYSVQLNEDRLVPFLKFVWADCELDGGLS
NTSPEKEVSKFWIDVKDKLVSPLLIDSYKKSGLEYLPCFTSLPADLKLNILECLSGVDLARVSCVSSELRSLASTDELWK
SKYVEAFGDLDVLMFENWKSAFVHMRDFVSFKPITQSCLLQPPFEWGYCYNHQPPPLMPQLFNVQLPLWMQNFHNYGPWI



*                                                                               
>Mgut_mgv1a020404m                                                              
MKRPKGKDGYNSTCRISILPEHILQKILYFLSQKEAVRTSVLSKSWRSIWCTRPNLDFSIQAFEGNKQDFITTVDNTLQR
YLDQRLCIEEFSLRVSIGGDDDEESMPALEQWIRLVTNMGLKELRLRNSTEDYKYNHLPSVVFEAESLKYLYLDQFIVDQ
TTIRRILLLKNLKSLYLQRLSIKDDIFEKIILSCPLIETLAVRECRTLTTIDAASLQNLKEFTFFNDVSFVDCCRVKIHT
PSLEIIDFYGRYIPFLIGADFRNLTRLSLTGVVLLLDRLSTCKFPSLEILNIFDCCGLEEIKSNINTDMHAKPHTNFTKS
NTQLKFFLALKSHILLPHSSFSLTFSQNHTKNVHIIPSSNLRKIFMCSNKNKVGI*                        
>Mgut_mgv1a026149m                                                              
MTWVLPDELWRRIMEIGIESKTLDHKSLCCLSITCRRLHRLAGDDTLWSPLLLSDFPLDVNYTSSSTSNGIFKSLYQIRY
ARGREQKRLAHRRAVLRIESEIAERSRKIQEIEHHSFEEKEKLNKAVSELVNLRRIRQASVALNVWQPEIIRGRQRQIVQ
QSSVPIEFRVNSLEMELNLCKQQIAGFDKALRIEKRRLNAAKEELASVKYHPLRDFGSSSFQPNDCRTRPKKLKHTSKIF
NIQKASIVILSKPDNINA*                                                             
>Mgut_mgv1a002675m                                                              
MASPIAPPRDPDPDNPGIHHLPSALIATIMIKLDVASILSLASTCTAFRSCALHILSFLPNFHLPDVAPSMNLLRPLLPP
NNPYLRSLKVDCTRLDDSSLDFLIRPSLQELCLRNCADFSGKLLSHLGQSCKDLRFVYLSSVAEKRGRSVDVLHLEELLT
GCTQLETLILMFDVSVFLRHKFARVWSLASPSLISLEIGYISSLMLTELLSPAVGPHQSSNHPQPSILPNLQKLCLSVDY
ITDTMISTISKYLTSLTHLDLRDSPIMEPRMAFDLTNNGLQQVNAHGKLKHLCLVRSQEIAPTYFKRVNDLGILLMADKC
SNMESICLGGFCQVTDTGYKTILHSCSKLYKLKVFHGTHLTNLVFHDINATSLSLTHVSLRWCNLLTNLAVAHLASNGNL
STLDLRDCRNLGDYSLRAINSLPKLKSLLLDGCDITDSGLSHLSKGSMKTLVSLSVKGCKKLTDRCISSLFDGNSNQELR
QLNLSNLPNLSDGAIFLLAKSRIPLSELRLRQCPLIGDTSVMALASMQIDENVWCGSSLKVLDIYNCGGITQLAFRWLKK
PYFPRMRWLGITGSLNRDVVDGLTRSRPYMHVATRGEELGMDQWDNSEDIYSQDYEEVDEFEEWLFEGEDMSDDDMVDVL
DDVADLFE*                                                                       
>Mgut_mgv1a018298m                                                              
MQMRMRPSTNIESLPEELLYDILLELPAEDIYKGARLVCKKWYKMICNPKFVYAHFHNSTPGLIVECRFDSTRPVTFVAT
RRGRIEVSKFNFEFRGVVWGSCNGLIVETVYDGISTHYITNPATDQRFDLPREEPDDSYSVMLFCYGGCADDIFSKKYKA
VSMCCSTYNGSKIWSCAVLTVGVDKSWRNLLTEHLSVSEPLTTEGFVHWPHNEGEGAYVFTLNVETEIFTVTPVPQGCGG
ERLTYYLPTGKSLSLIVFCNDFSFEIRIFNEAHNRAQYAFDKSEEKKSSVGHRLRPPPPSAAGDGPKVEHCSYSDIRKKF
K                                                                               
>Mgut_mgv1a008546m                                                              
METKSSDSKPPTSSDHHQPSRITRRRIQTPASAAAAAAFPEELIEEILSRLPVNSLLKFRSVSKSWRALISDKKFISAHL
KNSSKNTNFTLRRIISTIILPYYTLKHCSLHSLLSGPLTNAVDSDYPMKNPQNSVRIVGCCNGLKLPDVDDFIEQGLFIT
KYGFGFDESNDDYKVVGILSGFCNRDRYETMVKVYSLRTNSWKRIDVFNDGLPFDDTAKFVSGKLHWGKRNGSNSKWDIV
SFDLASGVCGNVARPSYVETDFSPSLGVLGGCLCVLSNSRKSSVDVWVMKEYGVSESWTKIVTVPYLDVPWEGPYSTPLC
VGSNGEILLMYGSNLMIYSPRDNRFRRPKIRNFGAFLEADVYCESLVPLV*                             
>Mgut_mgv1a007906m                                                              
MITNQSNIPKPEKQIRRFHSHRHHNMVEFDGIGHLPRDLVIEILTRLPSKDLCRLRCVSQSWRSLLTRDADFMSRHVELS
KQKPLLLVRRYISDGTGELNNSKITVELTSMDLRGEVTDKFTRVIDGAVHAFVTCGPLSILCCMFSMYVCNPSIQQVARV
PFRSNTRLYNVGFGYLPATKEYKIVHMFCRSLVGNGKMGCEIFSFGTQTGVGSGSWRTIGDCPFSAWTDEYPVCVNGIIY
WALSSGWKDKSILSLDLEREEFSSISYPTHESKKYSFLEYIGLMGSLCVVGFSAEASTMDIWMLKGNKKKKNNENWSVEY
SINLYPLCPKFLIPSDDQADEILVHMEQKDLICYSLKNRTSEKIEYYRAMKTYNKPCLYYDSLIPMLTNGV*        
>Mgut_mgv1a022272m                                                              
MERTEEHTRRRSIDRLSDLPDAILCHILSFLPTQKSISTSVLARRWRYLWAYVPTLDFRHENQEIIERVMILHKVQTIST
FRLFHYSDCSNYRLETWITFAIARNVQKLQLLFHLTKSALPRCLFTCKTLVDLRLNYFGIIPMSCPVCLPRLKILHLICV
QYEADEALPRLLASCPVLEELEIESCMDSFSSKISSPTIKRLTLSFPAPDRSNNCYTLEINTPALVYLRLVAGVHDHIKS
GALTSLIEADIHFYKVHKQRGFDRFRYVPEFINRLCSVKFLKLNLAYYKKNCFSHLYFQFMFSIM*              
>Mgut_mgv1a021195m                                                              
MARMKLDRWFIPLEIIEIILSKSSVKSLLRFKTVCKSWNILISDSVFIKNHLHQSKTSNLHQNLFLLRNSSKSSVSEELS
LVRFEDPKFQTVQLLKTPLGLDIVLSHCDGVLLLTDSSYRQFGLWNPSTRTQTTFRVPRKFGGCSKSYGLYHDPITGDFN
VFVICTNYYRVFSCKNNAWTLKHEFAEDRYSCEPEVFVDGVFYWVKRTRHITIYYYEITYFDPRDDKLKTLPEPENTDGT
GSIYLVELKGRLCMYCNVGRNNDHTKVRFWMKEKGPENNHWEEFITVENILIELRDPTRRRFVVYNPGEKIVKDVEDSVF
KQIEESMHFGLRLLPFIDSLF*                                                          
>Mgut_mgv1a006741m                                                              
METTASAGAAPVKKRRRAPKTTVEALGNDVLSMIFTFLDLVHLIRCSAVCKSWSTVIRKLKLLQIQYHKQQHAESGSVSD
VSNLSETSINRQMEQLAMDRQRLSLQEGPVDVFKWKAHSVMRLWSAESCKALDEYRLPDKAPLIDFDFDEGKVVGLVGTR
VCIWRRVGTRDLFCSREGLFTRGLCMRYVDPHAVIGCEDGKVRVFDMYSRKISQIIKMHPGAVSSLSFTDEQLIVSGSSL
GSISISDLSSDQHVATLETTGSSGIKTLCLSPSYSVFAGSSAGYASCWDLRTLRRIWETRVSSNVLYSMHHLNNDKSTLV
VGGIDGILRIVDQNNGQVISRCILEENRNISNRRPTDNNNNNNNNNNNNNNNNNNNNNKKGLLVERKKGIRLSEDERIDL
MPNLPPIQCLAVGMQKVVTAHNDTDIRVWKFSS*                                              
>Mgut_mgv1a024021m                                                              
MAASNIPREIIEIILSKLPSVKPLLRFKTVSKSWNTLISDLVFIQTHLHSLKTSPDNLFLSRYKKSANSGFPMVKFEGGK
VDAGVIFVENIPNSYNAILCECNGVLLLTRYDYDEYALWNPSTRETFPINYHGEFSGSYILDYGVCYDQITADFKVVFVS
LTEYEIYSCNKNSWTKKNFRTDYYNVAGTGSGIFLDGATYWIFGEGSHTSGIQLVYFDPRTDEIKRLQKPKQLSDDDKYQ



LIRMDTFRGSLCLYCYNNQEESVQIWIKEKGIDLGYTNWKEFITVRDFKP                              
>Mgut_mgv1a025428m                                                              
MSFVGEADDWISELPDEILVHILSLLSLKEAARTSVLSSRWINLWKHTPSLCFDAQQSLIDKLYLDVELLESERLKYVKW
VNSVIQSHISPALKEFKIRFNLNKSSSKAITQWLEFAFSRKVERLELDIKTRHGSSKYYCFPDEFLTLTNFRPPPNFQPA
SHSMLVAAGFKSLKALVFKFVRVSGGAIEFLLHNCPLLEQLIVHESNKLSKLQVCGSSLKLKHLEIVHCCPGLESLKVSA
PKLTTLIVTTVTGLLLENVPMLVNVSVRCDPDSISIKRLFDVVLSRCISHMHTLYLGQYSCGFLRGEMDEICDLPKMPNL
KKLVIEYCGRGHESLIRLAALIRASPYLEEFVLQFNWSTLPREDRQIEGAVANSPHHHLKIFKFCSYYGSANDVELLSYI
LENCIVLEKIIIDPDFVWFRDKLEVEETARLNVKQKLAPQVPRHIELVVL*                             
>Mgut_mgv11b024393m                                                             
MGKTKRVGIDDDDTSFLPMKKKMCANRCRFHDDLISRLPDDILVDILSFLSLKEAARTSLLSSRWMNLWKQTQSLNFDVP
STLKKIKKGSHELNWERNKYVKWVKDVLGSYKSTTLKQFIIRFPLGISAKDSITRWLEFAFCRQVQRLELNLGKPPNFYC
FPEELFTPREPKLQHPRMLFDFTSLKELSFKSIIVSDRAIELFLHNCPLLEQLIVHYSQKISKLEVCGPSLMLKHLEIVH
CTGLKSLKVSAPRLTTLNVTVLKVVLLENVPMLVDLTGSCDDDSISLKHLISTLSCCISQLESLNLNLVDRHVRYVQETD
ELRNFPKMPKLKKLFIEYDDALGDESLIRLAALARASPHLEEFVFENTWQHPRKVTPYKNAVIRFRHQHLKVFKFRGYYG
HASDTDFVQYILENCVVLKKIIIRPCGVLICVKGGKLKDEQIARENAKFGLEPLLPRRVKLVIV*               
>Mgut_mgv1a019232m                                                              
MAGKRVAKFQTKKCAEIVYGDDDRISRLPDDILVDILSLLSLKEAVCTSVLSSRWHNLWKHIYRLNFDPHVSLQKGTQQG
FESCKEKRKKKFQKDVNRWINFAIVRHVQRLELDLTTGDSSRYNCSLPQELLTKNTSSEIDFKPLKVLCLKSVDVTEEDI
KFFQSKCPMLEELVVDRSLKLLNVEVCGGPFLVLKHLELTRCYNLKSVKVCAPNLTSLTLQKVECLLLENVPRLVEVSVC
RAYSKVSTTVALSAFACCDFQLEILTLEMKGFE                                               
>Mgut_mgv1a019432m                                                              
GRREEFLSNLGEIKQKPHSTMEAKPGSNSSISDHHQPRRFRRRIETPAAAETLPEEIIEQILLNLPVRSLLKFTSVSKSW
RSLISSNNFIEAHLEFSRKDPNFTHYRTISTFLPPRNSSAKHCSFPSLFNGNGVVTDAVDVDFPFDFPKKIVRVMGICNG
LVCIAPNMGHWFLWNPSTRQYKQLPDECDRTDVVVKYDFKYGFGFDESTRDYKVLLAHSVLSKGNRYETTVKIYSLRTDS
WKRIKFFNGRRHPSDSGVSGIFVSGKIHWCKKNTGSNLKCHIVSFDIGSEVWGNVAEPSCVESGSYDSPSLGVLDGCLCV
LYDFTRSRIVVWVMKEYGVSESWAKTVTVPYVHLPLSNPSIIRPSLCVGPKGEILCMVGSTLMVYNPNDNRFRCPKMRNF
GAFLEAHVYYESLVSLV*                                                              
>Mgut_mgv1a009538m                                                              
MDHREFTELIPGLPEEIALDCLTRLHYSAHRVSSRVCKRWRHLLQSKDFYYHRKQTGFTYKAACFVQALPVLSEPKPTAQ
PRYGISLFDPVSLDWNRIDPVPKYPDGLPLFCQVVSTEGKLVLMGGWDPSTWDPVRDVFVYEFTTQKWTQCADMPSTRSF
FAIGAVEGRVVVAGGHDESKNALSSSWVYDIKKNEWSELARMSEERDECEGVVVGSEFWVVSGYGTETQGAFKNSAEVYE
FGSGGWRVVEDAWRVSRCPRSCVGGKNGNTLKCWSEADTAVQVGACGVDLGERTVVTGSAYQGAPHGFYLVEGQNGKLTK
INVPDEYSGFVQSGCCVEI*                                                            
>Mgut_mgv1a026655m                                                              
MAEGNNRNAVHIPIHVIETILFKLPAKSVLRFRAVSRSWRNLISDPAFHRTYIRGYQNSSSQPNLFVSKPSYRHGVSLVK
FEGGKFVAVRQLVNPNTRDWSVSCFCDGLVLLRPPSLSNYVLWNPSTGATMEFYSRWSLSLTSAGMCYGPILDEFKVVVI
ARSWLPDYIVYSCRTGIWEKRRKPFAKTDQVSESGLYFDGAVYWLNVDDDNPNIVKIFYFDPRDDQLKILKKPAGAGGNN
DRPIFLTCLKGRLCVYSNDAKDETVVRIWTRNENNSSWDVLMILVYDAREQKFEGCDKPVGFGEVFVPYVDNRFFPVQKV
ARPKRKRNTLHSNLCELSD*                                                            
>Mgut_mgv1a026277m                                                              
MDESKEKLPYDVVEIILSRLPSKSLLRFKSVCKSWNSTISGERFAGVHLRQSRQSSGNQDIFFWCENQGWKYESQVRVTK
IPQHINTKMKLEKLEHEQKLDPSVLCYCDGLALRRYGKRLHNQYVLCNLSTGAHVEFYCPYDEILYDSHQTVYAICYDPS
INDYKVIIIDYMRYAVYYCRAMRWSEIRETPKEFSGGGLFVGKSVSLNGDLYFIVETMEDYGFRIKIVGFDSVNEKFTRF
PELTYRRKDSLFVYMTCVGGYLYVCFNNSRCQMIKVGGGAEKEEELNWVDLNGTPPNSERVEFDMASNVQEDVNILCFAD
NRVYGIKTGYQRIPYLENLFISEPKKVIK*                                                  
>Mgut_mgv1a021202m                                                              
MDRISELPKDILHIILYFLSQKDAVRTSVLSNSWRNIWCTRPNLDFSDAAFKGNKQDFLSLVTRNLQRYRDQRMCVEEFH
LRISLRDHLDHESSVMLLERWIPLLKNMGLKKFCLSLHSKLYSTRLRLPSVVFVAESLQDLRLENFVLDRNTIERIVLLN
NLRSLCLREDWIEDEIFQKIIDSCPLIETLDVEGCLRLRTITLNNLHHLKYISFSEMYDFTGELCRNEIHPPSLETIKIS
SGNLMFHKGADFRNLNELYIFDAKLSWDHLSSCKFPCLKHLCIDSCDGLKETQLFIDAPNILDFKYEGDFVPSISFATTL
NKWDSEINLTHLHPNDAPSP                                                            
>Mgut_mgv1a026982m                                                              
MEFECQRDTKIVSKDTSTNCFDNPQTQKVEPDQLLLSNNRKIESLDANNLKSALKSNGKLGIHFIEPLPNHSRSFTDLPP
ALVSEILNFLDPKELGIVSCVSTSLYRLASEHHVWKEFYFERWGHPATSVSLEPDCSNEKSWKELFVEREFRSKTYMGRY
SIDTMYGHKEAVRTVFVLVSKKLVFTSGYDQIVRMWDMEEGLSIAYSKPLGCTIRAVAADSRLLVAGGTGGFIHGWKVND
QNPHLFDLRSPQNLDTEFRLWEHVGPITCLALDFTKMYSGSWDMTIRVWDRSSLKCLNVLLHNDWVWSLVPHDTTVGSTA
GNCVYIWETNSGCQLAVTGNARTGNVYSLARSHTGKLLFTGGEDGSIHMFEINRNSKCSVRKTATWVPHSGPVYSLAFEF
PWLVSASSDGKISLIDVRELLKTKKHSSCSSSKNVEAPQRMLHGFKCNLFSVGIGFDRIVCAGEEGVVRIWNFSQALDIE
QRVRALRGKRVENRMRRRKIQAETSVRGGQEAQCSVAAKKDQDKNGWHSKRRVSGKLKA*                    
>Mgut_mgv1a021259m                                                              
MAIELEKTPSLYLPFDVVEIILLKLPSVKSLLRFKTVCKSWNTMISDHVFVRKHLEKSKNSPNNNNLFLSTYKSSIQRFS
WFKFEGQRFHAERVEENIHYIYDVILCECNGVLLLKEPRRYTRKYALWNPTTRNVMYFEGPPTFRRDELVHDYGVCYDAI



TDDFKVVFVYEMKYAIYSCNNRSWKEKKTRLEIANYGSHAGIFVDEAIYWVSKTGQILVVYFDPTTDELKTLQKPEVLNG
DETSTIRISSLRGSLYLYCDDRDENTVRIWIKEKGVFENCWNEYITIENLMSRSKWWLQPLCFKKKIYGIVFFFFYHLQF
VPFRNSVSVNNCPKHLRQ*                                                             
>Mgut_mgv1a012613m                                                              
MQQAINIQNSIPDDIALKIASSLHVFDVCSLGSCSRFWRDLCGSDCVWEGLCKNRWSSLSLDDIHQETHSNSKGWKGLYI
SKHIDMAVKAASVTTFMEKALAFESIEAGNYLKAIELLKSLQLGFEDVRFFFLKPNLDVLLNLIGLHYCIVWLGVPAEYV
IEALERNRVSKRQVCVQWWKLGRWFYGFRLRDEFHSRSISLEDLTASDEQIIGVLSRGAVHEVIRVQISAAKPTHTSWSH
QVAQV*                                                                          
>Mgut_mgv1a018139m                                                              
GFFPDEVIIQILARLPIKSLFRTKCVSKSWYNLISDKYFTNRYNEVSIRNPMVLVEINDPTLNSKPSLIVVDNSKGVSEF
SLDFVNDRVKIRSSCNGLLCCSSIPDKGVYYVCNPMTKEYRLLPKTRERPFSRFYPDGEATLVGLACDIYTQTYNVVLAG
YHRSFGHRPGRTFTCMVFDSDSNKWRKFVTLQNDNFTHMNRNQAVFVNGALHWLTASCSSVMVLDLGTEIWGKIELPSEV
TCEARNIRIYLLECEGRLSVVEISDVWMSIWVMVGGDYRVGEWCMVDRVSLRCIRGMVPGVFPISQTNECVFLATHKQVL
VYQRRSRVWMEMYSVKHSSVLPLWFSAHSFRSSVFSCK*                                         
>Mgut_mgv1a018074m                                                              
MSNYVPTDLLIEILVKLPVKSLIRFAAVSKSWRSIITSAAFIASHLSKGKNHTHTLIHTEGKNSLVKFTADGPFAVDSPS
KLEFPYYKPHSIYLRIVDSCDGLVCLSNKSFMIFPQSRGVIWNPSVRNHVVLPDPTINPKDAYISVLGFGVDAGRTHHKV
VRFVYCRNAAGIFTTRVEIFSLKTWIWRRLIGGVDLTLGAYPSLLRQVFLNGVVHWLIEEKPIGDNSFRRSYILAFDVGD
EVFGEVVLPEWEAGGSGFAKLSIFLINESLGVVKSTGESCDVWVMKEYCVRESWTKLYTIRLFEKIENVVAFFNSGEALL
ALENSRLVVYNSETKHPKDLGIYGTPPSLYMYNYVESLLLLRGRTY*                                 
>Mgut_mgv1a025101m                                                              
MDRISELPKEILHRILYFLSQKDAVRTSVLSKSWRYIWCTRPNLDFSHKSFKGDKTKFLSVVDKTLQHYCNQRLCLEEFR
LCMLGDDSADQESVLFFDKWIPLLTSMGVKDFQLSIIAEQSVRGIIDLHVVLKAESLTLLWLYNCNLGQNIPENIPFVRL
QELQLCNVLIKNEIVDKIISSCPLLTTMLFLDCEGLKTIKKIRPHWFSRGSWNKERKLKELGEFVYKIEKMRESGN*   
>Mgut_mgv1a022018m                                                              
CGTICVGREDDRISRLPDEILVEILSFLSLKESARTSILSSRWTNLWKHTTRLYLDMDGGSSLRKTKHFEFRTVLIRRDT
SSEYVRWVDRVLESHKGLVLKEFVIRSCLGLQHEEPITRWLEYALARQVHSLELNLEPWYDNSMYGLPRELLVAGDSRFK
SIRALTFKDVSVSEKDIDFFLRNCPLLEELIVFNSPALSNLEICGPSLALKHLEIVFCRRLKSLRVSAPNLARFWVATYN
GLLVGNLPMLVEILAQCKDDDYQSGCIPRTDNEVEDAIVSSPHHHLKVVEFSGGFGRTSLLRFVDYILENCVVLEKVIVD
PCYGASNLIMLDNMLDFQENVRKKAKQHFEARVPQHVELVIL*                                     
>Mgut_mgv1a002983m                                                              
MEWDSDAESDLSSDGELEEFGEGSGFLLRKRGGGGGLPFPVDKLLQPAPCGFVVADALEPGNPIIYVNSVFEMVFGYRAE
EVIGRNCRFLQCRGPFAKRRHPLVNPTVVSEIRRCLEKGIEFQGELLNFRKDGSPLMNRLRMTPIYGDEGAITHIIGIQV
FSEVTLDLGPLPGSSAKESTTRTLDRCRINVFEGARKISSRGGFCGIMQLSDEVIAMKILSLLTPRDIASVGSVCLRFYE
LTNSEDLWRMVCQNAWGVETTRVLETVPGAKRLGWGRLARELTTLEAAAWRKLTVGGAVEPSRCNFSACAVGNRVVVFGG
EGVNMQPMNDTFVLDLNSSNPEWQHVKVGSPPPGRWGHTLSSMSGSHLVLFGGCGRQGLLNDVFVLDLDAKLPTWHEILS
LGPPVPRSWHSSCTLDGTKLIVSGGCADSGVLLSDTFLLDLAADKPVWREIPAAWAPPSRLGHTLSVYGGRKILMFGGLA
KSGPLRFRSSDVFTMDLGEEEPRWRCVTGSEMPGGGNPGGVAPPPRLDHVAVSLPGGRILVFGGSVAGLHSASQLYILDP
TEESPTWRILNVPGRPPRFAWGHSTCVVGGTRAIVLGGQTGEEWMLGELNELSLASSVL*                    
>Mgut_mgv1a020756m                                                              
MSSNNVPTDLLIEILQNLPVKSLIRFAAVSKSWRSIITSAAFMASHLSKGKNHTHTLIHTEGKNSLVKFTADGPFAVDSP
SKLEFPYYKPHSIYLRIVDSCDGLVCLSNKSFMIFPQSRGVIWNPSVRNHVVLPDPTINPKDAYISVLGFGVDAGRTHHK
VVRFVYCRNAAGIFTTRVEIFSLKTWSWRMLIGGVDLTLGAYPSLLRQVFLNGVVHWLIEEKPIGDNSFRRSYVLAFDVG
DEVFDEVMLPEWEAGGSGFAKLSIFLINESLGVVKSTGESCDVWVMKEYCVRESWTKLYTIRLFEKIENVVAFLNSGEAL
LALENSRLVVYNSETKHPKDLGIYGTPPSLYMYNYVESLLLLRGRTY*                                
>Mgut_mgv1a018403m                                                              
MKREKREEGSNSIDKISELPQDILQRILYWLSQEDAVRTSVLSKSWRNIWCTRPNLNFSDATFKGNMHQFLSVVNTALQL
YCDQRLCVDEFHVCMSVFSFDCASVSLVEEWVRILTSMCVKKFCLCNLPKRSIVEELPSVVFGAESLQDLHLAGFVLHRE
AIERMVLFKNLTSLSLQRVSIEEGIFEKIISCCPLIETLDIKELCTIEIHTPSPETICISEGNVWFHKGPDFFRNLKYLS
LCGVKSSLEHLSSCKFPSLKFLYLANCDGLKGIKLFIDAPNIIYFGYDGDFIPSISFATVTSTEWISDIHLTCELSDDAS
SWFIKLHELLKSISQSKISLHFDRYSLNADRDGIRENINMVQDINGGNKHASVVVEKFKFNWLPLSLISSILNGVFSICR
PRNIEDFLCGGKGEMKRIERLWKILTERKITKEDRFWFRDLEEVRMEISDYNQKEWRPTTLSELPEYNDNNRAMSLLKLR
DYREYNPNDPWHWDPMSLSRRLNENQRESN                                                  
>Mgut_mgv1a018493m                                                              
MEWDSNSESDLSSGEEEEEEEEEIGGGLGFMLKKSGGGELPFPIDKLLQPAPCGFVVTDALEPDHPIIYVNSVFETMTGY
RAEEVLGRNCRFLQCRGPFAKRRHPLVNPIKVAEIRKCMTEGTEFQGELLNFRKDGFPMMNRLRMTPIYGDDETITHIIG
IQVFTEAALDLGPLPKSSASFKDSSRASDRFRFKISPSEAVSGGVCGILELSDEVLALKILSRLTPRDIASVGSVSRRLY
ELTRNEDLWRMVCQNAWGSETTRVLETVPGAKRLGWGRLARELTTLEAAAWRKLTVGGAVEPSRCNFSACAVGNRVVLFG
GEGVNMQPMNDTFVLDLSSSNPEWQNFKVGSPPPGRWGHTLSCVNGSNLVLFGGCGRQGLLNDVFVLDLDAKHPTWREIF
SMAPPLPRSWHSSCTLDGSKLVVSGGCADSGVLLSDTFLLDLSMEKPVWREIPVSWTPPSRLGHTLSVYGGRKILMFGGL
AKSGPLRFRSSDVFTMDLSEEEPCWRCVTGSEMPGGGNPGGVSPPPRLDHVAVSLPGGRILVFGGSVAGLHSASQLYILD
PTEEKPTWRILNVPGRPPRFAWGHSTCIVGGTRAIVLGGQTGEEWMLGEIHELSLASSII*                   



>Mgut_mgv1a019327m                                                              
MYTVKIKFEKNKKKKARKEVAAQLNSDILSETLSRLRVKDLLRFKCVCKEWHHLISRREFIKLHLENSIYRPILLNKSSF
VACPRLFPPPDAANYDLESTTNFTNMVFAGSSCDGLVCLLNDEHGIIHIWNPPLRSHACIPITKPRGYIRCFWFGRHNDE
YKILLGTHNWGDARIHLIRPYNDDGHCSYKSSHELRNNYHYLYDTIGTLSNSNVHWAAVSRRVPLPPHVSIFSYDLVHES
VGEVPIPEHMRGSSSLTEFKLGETNGCLSCLLKRLSSTDGVSYESELWVMREYGVEESWTKVGISPLDRLYSSSSYESSL
RTRVPQVELDQPARIRSPFYTKQVYVESLVSPRQGARCDHSRFCCSG*                                
>Mgut_mgv1a025685m                                                              
MAHNTSYLPPEIIENIIENILSRLRAKSLLRFKSVSKSWNTMIVVQNHIRQSKHSNSDNLFLCPNTYPIPVVKLGDKKIQ
TLQRIESRYARWHELCFCDGVILLTDATYMRFALWNPSTRTSKNLWHKYSCPEAAFGLCRDPATDDFKVVIADSNYYSVY
SCKNKSWIMLKKKYDVKYTGLGVNLSYNNIGVCVDGASYWVWGNDNATQIELVYFDPRDDEFKILHMPENIADANQKFTY
AVELKGCLCLYYNGMDESRIQIWTKEKGIDGHSWKELITVENVGMSIWAFQPLCFVGDKIVVWKRGLLRRVLLIYIPSEK
RFEEFEKDTVGIFDYPIPYIDSIFFPTEKPKPKMKRKRKFLQ*                                     
>Mgut_mgv1a019934m                                                              
MGTRIERRISRHLPEEIIEEILHSLPSKSLLRFKCVSKRWCSFISSKQFIKRHLKKSKIDTDRTNRSLVSSFRRSPDIVG
FMSLFRGPNTTLDPRYLQSLLDDDIIATLDSNHCCMGDSTYDVRILGSCNGLVLMNIENYHYLFLWNPCTREIKKIRCTR
PAFKKVYGLGYDEYADDYKVVCIFFSTRRTTSQTEVYSLKADSWKKIEHFDKGSNYPPMCESGKLVNGRLHWLMGHDDND
LVIISLDLVEEKYEIVAGPKNTENICFGSVLNNLGGYLCLITTSSVTGHQSVWVMIEYGQTESWTKIWTCSNSDDAMKMW
PLPNDGIYNGKNVWCKYVWCARLVYMVDATTEPICYVESLVSPFGDK*                                
>Mgut_mgv1a002803m                                                              
MPALVNYRGDDDFNSIRSSCSGDSGLVFSIGSHAEVYCPPRKRSRIAGPCTLGATLLADDKTPSIDTLPDECLFEIFTHL
SNGRERSTSACVSKRWLSVLSSVRCSEFHRIKTPQESDIEMESCDGYLTRCVEGKKATDIRLAAIAVGTSSRGGLGKLSI
RGSNSSRGVTNHGLSVIARGCPSLRALSLWNVPSVGDEGLFEIARECHSLEKLDLCQCPLITNKGLSAIAENCPNLTSLT
IESCINIGNEGIQSIAKFCPKLNSIAIKDCPFIGDKGIASLLSSTSDALTKVKLQNLNITDYSVAVIGHYGKSVTNLILS
GLQNVSQKGFWVMGQAKGLKMLSSLTITSCKGITDLSIESLGKGCPNLKHVCLRKCYFVSDKGLVAFAKGVTSLESLQLE
ECNRITQIGILNALSSCVSKLKSVSLVKCMGIKDLATEIPSLSPCESLRSLSIKNCPGFGSTSLAMVGKLCPNLHHLDLS
GLCGITDGGLLPLLESCQTGLARVNLSHCSNLTEEVVFALARCHGGTLELLNLENCQKITDESLTALADSCPLLNDLDLA
RCTITDAGVNALSRGVHTNLQILSLSGCSMVSNESMHALEKMGKTLLGLNIQHCNSISSGKIEILTENLWRCDILS*   
>Mgut_mgv1a018840m                                                              
MEKRVERETSLELPEELIEEILYYLPAKNLLRLKCVSKSWNSLISSNSFIKEHAKKSSTNGNLDRSKVMLNYDDSRKRAK
YMRALCQPGILVSCPIQKFLHNEDPVAAALDSHHMKKLGYDIQIEDVRILGSCNGLILISINDWRYLFLWNPFTRKMRNI
PHVSCFAGSEFSTWTAPPFTYSLGYDEYADDYKVVCIISDYAKPYHTHIYSSKNNTWKKIESFDKGDLLLNNSGKFVNGK
LHWLAAQDDGVYEIFSLDLRKEKYEIVARPESFSKYVRPFFRNMGGYLGLITLSSSVDDINVWVMMKYGVRESWTKIWTF
SYLEYSKTEICGVSPLCLKKNGDIIIAFENNVVVYNGRNELRKSRVEMLDGVIDSVVYVETLVSRFGDEELGQ*      
>Mgut_mgv1a020661m                                                              
CAKRCFGDGDRISRLPDDILVDILSLLSLKEAARTSVLSSRWINLWKHTPSLNFDAKSSLRKIKKNIKLLKSEGSKYVEW
VNSVLQSHKSTTLKEFIIHFRFDITAENSITQWLEFAFSRQVQRLELFMEKSGIFYCFPEEFFSPCSGTEPKLQQPRMLF
DFKSLKQLSFKMIIVSDRAIELFLHNCPLLEQLIVHYSKKISKLEVCGPSLMLKHLELYYCM                  
>Mgut_mgv1a002886m                                                              
MSFRQRKRRMSKHAKSFRLEIEARNQIRALVVIHKPMKTSVKKRPTRILVISQRWARGDSSPFSCAESVHVADRLINVNS
FNNLILATHFAHPESIIYRSVKIFVEQPLLVRKLDILTSDWIAYVIGIRYRAQRVQKKQAVDRTFNIADANAQFAAIEAR
KFSVSTLGVFEIESVFECENFVIVEFSTDNHSLDRFREMGIGKLANFLRILPPFWGRRRKPHKGELLRDLGFVPMREPRR
NPKSEPQFFRIIPPEIVIDILSRLPIRTIAECKCVCNSWRDLLQTAEFAHTHLSKSVAGLIFGFKWDFRNLKILEFVDEL
GLDFESHDLHYSLLTKFNSSMGFNQRFELLSSANGLLFTRFLNPNPNPLFICNPITREYIQIPSTENSLYSNPAVITYGF
GVSRKTRQYKLVRVLHEYEDYSFEKITNSVCHVYTLGAGIWRSVAYAPPFENFKRINGVFLNGNLHWLVDITDASLGIIC
FDLEMEVFSTFSPPRYSEKYAVVLSALGDCLCVCDNSSEDDVVIWLMKEYGDEKSWTKQFVIRKSAEFVTDSDSGPATMY
PVKVFKDGDILMVWFDMYVFCYSNKTKTTIDFDMLGVYDGALGFGALLLHTPSFLSLRSFQLENVGSF*           
>Mgut_mgv1a026183m                                                              
MATKSVKKSSSSSSNIPREIIEIILSKLSSIKSLLRFKSVSKSWNTIISDPLFMQNHLQSSNNSPNNNLFISSYIHNNKH
PGFPLVKFEEGGKVRAGEVFVENIPNGYNRILCECNGVLLLTNLYLPGECKYDRYALWNPSTRREMFLINQCDLNEGYIV
DYGICYDQITSDFKVIFIFLRKYAIYSCNNNSWTKKPGRKYHTVGGTGSGLFVDGATYWILGDNTNRSGRQLVYFDPRTD
ELKVLQRPEQVSNHDKGRVCLYCYNKVTKSVQVWIKEKGIDSGESSTNYWKEFITVENFNPPYFWSRPIFFVENKVVIQI
RNNKIAFYSPNETT                                                                  
>Mgut_mgv1a025502m                                                              
MGGKRVAKFQTKKRVEVVYGDDDRISHLPDDILVDIISLLSLKEAVCTSVLSSRWHNLWKHIYRLNFDPHSSLQKGTQQG
FESCKEKRETYVKWVNSVLRKHKAAILKDFVIRLRLSRTFQKDVNRWINFAIVRHVQRLELDLTTDNWSLINCSLPQELL
TQNTSSEIDFKFLKILCLKSVDVTEEDMKFFQSKCPMLEELVVDRSLKLVNVEVCGGPSLVLKHLELTRCYDLKSVKVST
PNLTLLSIHGCESCLKSVKITAPNLTSLTLQKVESLFLENVPRLVETSLQWPYFRRQSCILA*                 
>Mgut_mgv1a022653m                                                              
MTTRRKFSSGEHNPATIDGISLLPDTILCHILSFLPTKSSVRTSALSKRWLSLWSYVPNLDFESEHQDIINRVTLLHKAL
TINTFSLIQKNDSSLINENEYQLETWIMFAVARNVKNLHLSVVSNVFLPRRLFTCETLVNLRLDDCGVVPNIGGGGVRLP
RLKKLHLTYVLYEGDESISNLLSGCPVLEELVMELIWGLVRCNVTSPSIERLTLDFQSNGKGGIGNREYWVEINAPALRY
LKMTNCYARDIKCGTMNSLIEADIDIYNYNDFPYSRFELEFIHRLRNVECLHLDLAHCTGFYEEIECWMEPQQVPKCLSS



HLRFVRLSGVGGKQHEYEYIQYLLRNANVLERMEISPCKSIGFGDKFYMLQKISMFRRGSDACEVAFDLVQ*        
>Mgut_mgv1a026638m                                                              
MVNLPFDMVEIILSKLSIESLVRFKSVCKSWNNLISDPTFVRNDQTQRSKEPNSEKLFLLKNLLIEMEAPYYRDHALCFC
DGLLLLEGSYKRVTLWNPSTRTSISLTIPYDKFDLCHGLCRDPITDDFKVVILSKKHYAVYSSALGTMIPDTFVILARRE
STQIMYFDPRDDKFKFLHKPDNINSDEDKTYYSIRSSLDDKRPIFLFESRGRLCMYCNFIDKTRIRIWRKGKGIDNHSWK
KLMTITNVETSIKSFVPQCFVGNKLVIRIRGKKYRNKDDRLVVYNTCKKRFKEFKKTKPVFGIGLVPYIETLYFPIENTE
SGRKRKRE*                                                                       
>Mgut_mgv1a019751m                                                              
MGTRIERRISRHLPEEIIEEILHSLPSKSLLRFKCVSKQWRSFISSKQFIKRHLKKSNSDTDRTNQSLVSSFRRSPDIVG
FMSLFRGPNTTLDPRYLQSLLNDDIIATLDEHSCMGDSTYEVRIVGSCNGLVLITIENDHNLFLWNPCTREIKKIRYPRL
AFKKIYGLGYDECADDYKVVCIFFTTRRTSSQTEVYSLKTNSWKKIEHFDKGSNYPPMCKSGMLVNGRLHWLMGNDDDDL
VIISLDLVAEKYEIVAGPENVTENICFGSVLNNLGGYLYLITTSSVTGHQSVWVMIEYGQTESWTKIWTCSNSVDAMKMW
PLKKHGIYNGKNVWCKNMGRVRRVYMVDATTEPICYVESLVSPFGDKQLHR*                            
>Mgut_mgv1a006232m                                                              
MVAKQVGIDWKFQPKTCVGDDDRISQLPDDILVVILSLLSLKEAARASILSSRWTNLWKHTLSLDFDAENSMCKLARERE
LEMEEGLKYVEWVNSVLQSHRAVTLREFRICFDLSEPSHIVLTKWLEYALARQVQRLEFDLSAANSRRFGRTDLNYVFPQ
ELLTESNHHTRTRFGFKHLKELSFRFVTVTREAIEFFLNNCPFLENLIVHKTKKISTLEVCGSSLALKHLELFGLDSVKV
SAPNLTSLSVKVYKELILDNVPMLDELTVACGYCEFSVERLLLSSCISQLESLTLMLSNLKGSTVLCKFPEMPRLKKLVI
EYWTLGEGSLIALTSLIKASPYLQEFVLKLRWLELSRSDREIGSSVRFPHEHLKVAKFCGYYGRSSDVEFVKYFIDNCVV
LEKLIIDPHGLVYIPRVPTSPAKLAKEVTARDCAKRQLESQVPAHIELVIL*                            
>Mgut_mgv1a009010m                                                              
MIRGRKLKCRYTNHGRSRPYNHRICKGGKKSSSMNIESLPDELLFDILLHLPPRDIYDSAVFVCKKWRSVIRTRKFTCEH
LRHSPPGLVIQSVNKREQTSFLTTRRGRIEITKFAHNDYKCLLWTSCNGLLLECDKENDYASYIANPSTSQRSPLPPKYY
SGVDKSWRLLHTQHLSLATRIIFNIRPLTTEGFVHWATTKSAHVLSLNVETEVIKEILVPKGYGEKLKYFLSTGTSLTFL
TNIKEFSWEVWELSQETGKWTKMPSIDLEPQNFRSEYSKLIRNRSLMPPWGSNVTVKPVGWLSCREALVLHAFPTRLCIV
YNVRTRGIDFFELNHDFDLYAFVVHRDSLVDFREC*                                            
>Mgut_mgv1a007821m                                                              
MSLRRSYLSRRIIHRSFTLSNSHKSSKSTEIQSICREIEFDNNGGGFELAEDSNSISWAGMPPELLGEIIQRVEASEDKW
PQRQNVVAFGCVCKRWRDATREAVEKSSLRQPGKITFPSSLKKQGPRDSPIQCLIKRDKKNATFYLYLSLTPSFMDKGKF
LLAARKYRNGAHTEYIISLDADDLSQGSKAYVGKLRSDFLGTNFTIYDSQPPHSGAKPSSRSKSGRRVGSKQISPQIPSS
NFEVGHVSYKFNLLKSRGPRRMLCSLTPPFSDEKFQTDKINRDNSENTKKLECPSVQECTTVLKNKAPRWHEHLECWCLN
FHGRVTVASVKNFQLAATMVDQGGGKGGDGDETVVLQFGKVGVDTFTMDYRRPLSAFQAFAICLTSFGTKLACE*     
>Mgut_mgv1a022845m                                                              
MDRISDLPRDILQRILYFVSQEDAVRTSVLSKSWRYTWRIRPNLDFSESTFKGDKREFLSFVDNTLQQYRDQRLCLDEFH
LRISLDDYLEYESASLLEEWIPILTTMGVKESRLSICTVDHNDMPSVVFQAESLQQLHVEGFGMDRDAVPTIILSKHLKK
LRLRRVHIEGKIFQEILSSCPLIETMHVEKCGGLRNIKANNLRRLKDFSFEGHNDLEDCSIEICPASLETIKINRGKISF
DKGAEFRNLVDLDLCVVEWPLLSMFSCEFPSLKRLTLYDCYGLNEESSRWCRFPSLEFLKIFDYCGFEEIQIVIDAPNIL
YFEYRGNCIPSISLVTNSRDWKSKIYLCECPLSLLKLNELLKSLSQSKIFLMIDNPYLILDNGYNKPVSVESLNLDCGCD
LSYFSSFLNDVFCICRPRNIGYCNNDYGGSVMQFVGFMWRILIERESDQLSQLVLQDLEEASMEIKEWYEEEWHRAPLSE
FLINHVRCEGPKCQSRFTLKWRETS*                                                      
>Mgut_mgv1a023681m                                                              
MDLPIEVIEIVLLKLSVKSLLRFKSVCKSWNILISDPVFVCKHHLRQLQSKDSENLFLLKNSKVNSYGFSLVKFEKNGRK
IQTLQQVFGPYLWATVLCFCEGLILISDLSNENFALWNPSTRTHTIFHATFYCREAAFGICHDPITDDFKVVIVKSYDYS
VYSCNNNSWTMLEKRYETKCSDYRVEYGLGVCVDGVSYWASTDELQIVYYDPRDDNFKILEKPEILIDTKSIHLVELMGC
LGMYCYKGSDETSVRIWTKGKGIDNHSWNELSTWRIEPQCLVGNEIVIRTNEPKDDGLVVYNPCKNTFDAFEEIKVFGFG
LVPYMETLFFPVEKSGRIITGEFGFPIEKPETMED*                                            
>Mgut_mgv1a010857m                                                              
MGQSSSTSRPVSFKPAAVISPSVSESEPRRSPAGLEPDSGDVGYDYTLNLPDECLACIFHSLSAADRKRSSLVCRRWLTI
DGQSRHRLSLNAQSQLASAVPKLFSRFDAVTKLGLKCDRRSVSIGDDALIQISLKCRNLTRLKLRACRELTDLGMAVLAE
NCRSLQKFSCGSCSFGPKGMNALLENCALLEELSVKRLRGITDGAAPEPIGPGKAAASLKVICLKDIYNGQCFGPLISEA
KNLRSLKLFRCSGDWDKLLELVSVRIDSLVEVHLERIQQWPKNVNCLGSSISMDGKRIE*                    
>Mgut_mgv1a022276m                                                              
MTISEKHRRKRRKHSHGKRNTVPIDRLTDLPDSVICHILSFLSTQESVATSILSRRWRYLWSYVPNLLFRNENQGTIDRV
ISLHKLQTINSFSIRKDDWENDQLDSLDAFAAFAVGRNVQKIDLYFYCEEPLPRCLFTCKTLVFLSLNCCGLVVVSSVAC
LPRLKILRLMNLDYEADECIPNLISGCPVLEELTIKSDANMLEINIPSLEYLKIHDSFTENIKCGVLTSLTEANIILYRD
DTKEDHYLCSRSLLEFLDNFCKVRCLELNLAYCTKVCIPIISSPLLLSTWTTKFHNLTKLELTTDCRFLPKFLENADNLE
ILIFSEVC*                                                                       
>Mgut_mgv1a020064m                                                              
MVGKGVTIDWKLRPKKCGKRCYVDNDRISQLPDAILVTILSFLSMKEAARTSVLSSRWINLWKDFPRLDFDAESALLKIA
RDYELHGEESGKYVEWVNRVIQSHKATTLKEFRVCFDLSRSVKNSITQWLEFALSRHVEKLELDFKTKFENSGCEDTHYN
FPEKFLKHPSQSSSINFKSLKALSLKCVNVTGEAIEFFLRNCPSLEKLVVTYTSKLSNLEVCGPSLALKHLDLRFCFRLK
SVKVSAPNLISLTVPKVEGLLLENVPALVELSLILTIPYRAVKKKLSTLSCCISQLEILYLNLDSKVKLCCCDSTRSDGQ



VKNTVKFPHEHLKVFKFCGYYGRSSDVELVWCILENCVALEKLIIDP                                 
>Mgut_mgv1a008407m                                                              
MKEENGADSDGIDRISNLPNEILCHILSLMPVKYAVGTSILSTKWKNLFPLIPNLRLRLDDSLLLHPETPPIVYLVSFIK
FVDRLLNITLLDAPSLQWISSALRLKIRRMDIRIRRLRFPKFIFDSLYGCNITSLNILFDFADNALVCRFNLPNLHMLSV
QCMKFVHLNILVASCPVLEYLVLNSCICQPGRVLRISVPSLKALKVISAVHAFQSEFEIDAPNLEYINYEGFLVKSYKVT
RMRSLRIARFELDETFVQYPFDAGEKAFELARSFAGAEKYWMSKQFITVRAFFFLRFFLSLKKRWNIVLMLIISLFVQLL
QNCPQPLPIFTKMIYVSIKCMDFNGWGLLARLLGCAPLLEKLLFRSVMLRNYCA*                         
>Mgut_mgv1a022479m                                                              
MGDNRRIAIPWSDLPTELLKEIVNRLHTETDVRRVRAVCRSWRYSTAPFKKLPATPLNLPFPFEGDTLPEHDGAYFTLIE
RTVYRVEAPEGKTPNFWLVKTEAASEDGKLRILNPLSHREIKIRPGNQMPKVLNTLDFRVSEVCNSHALRYVNPCNPNPR
NDYKFAKKVVVAACADNEYAVMAIDESYQLWYIKSNEKNWTMVPDYIFLDIISCNERGQFLGVDYYTAVWVFNFKLEVVN
EVAPLTDLRLSNVHLHSSKVHLVEISNELFLIEEITDKYRRECTCDNEEIGCQCKTPIKNTAVEIVISRFDEGTEEFVEA
DMAAIGDRIIFAGDDCSFSVSAQGVNGGRVFYTDKYICFRTGNEKNDDDDDHGFNYVYGYEEVTDDDDTDCGSDCDELCV
CCYSASPAERVVDDFVPDDDVKTVFRGLNGHNSGVYDFETRELGSLLMFPHYADVFWPPPSWLSRRRS*           
>Mgut_mgv1a022259m                                                              
MPSDICGSSLLLALPDDIFPVITSSLSPRDVCSLGISCPGLNDVVSSDKVWFAQCNKLGILLPLSTLIEWRKGVSSYKAL
CRFLVNIHPLMGIWVDKHPKFGNVVYVMPGFLSVVGCRIIHEKIGPLYLEDGPILWRPVFEIICKYDGSTTFFLHGKERG
AEYVYPGFIKSVDRNCNVLLLEVEPMDQRDEIDKDVPQNWTERPFIHLCSDDRQKLLEPPYVLFFSHENPDYGNILMFMN
IDEPSMNIFPWNIDKQSNPISVKQSFTGKRYFRWLLFQISSTKHGSLFLLENGLLVFVWDESREVLTLQRLDFGNALFFL
>Mgut_mgv1a018057m                                                              
MSDIPSELYDNILRRVPADSLLRFRTVCKEWRRLIDDPSFIRSHTDNQLSSATLLIRNSDGTRLYSISFDSLDYNNDAHQ
VLDVIPVQALYRKGVPRIPELPVASCNGLMLLSEPYIEKTWLVWNPLTRQLHKLPEPDIKYPRLVGSGIGYDSASDDYKV
VRVDRLYLGNESVYQTRVYSLKTKSWKMSEDCPRHFPVPNPNASVFLNGVMYWRSHEFVIALNLETEHYHKLPLPPCLGN
PFETHLDALGGFLVLSEYYSMKRIDGWVMKDYEWVKLFSFGGVYGSGFMWNLRPVAYLKSKGQLFLQHDKGFFMLDMQKN
FAKKFTIDGLPDNFSSQFFPRSLFRLDESCDVAVESTAGMKNKYLYDKYANDETDAMRNRKF                  
>Mgut_mgv1a025863m                                                              
MSIEHHTSNLPNEIIEIILLHLPIKSLLRFKSVSKSWNSIISNPVFAHTHLQFSNSPNLFLIKNRSFQGAFSLLKLEAQK
FHREAVLSGPYGWNTVLCHCNGVLLLTDSYFKPTCYALWNPSTRTETYFTFRYTFYEDMNYGLLRSRDPRFQGFPFKGTD
SGVFADGAYYWVWRDKEDVRHVVYFDSRIDKLKRLQKPKQLTDEDHVFVACLNDSLCLYCNTLGDETKVRFWIKEKGSSF
KNCWNEFLNYASVRYARVLAILCLYTGMVLGTLTQLEEVAFEHPNMLCVPNLFSFPLKKFD*                  
>Mgut_mgv1a023628m                                                              
MAPNTCTSYLPPEIIENILLRSSVKPLLRFKSVSKSWNTLISDPIFVRNHHNQSKKSSSDNLFLCHDYYTLSYSNLYSVV
KLEDRKLQTLQVFECSYRWEDYVCSCDGVILLATGCDTYRRFTLWNPSTRTRTELCHPRRRIEASYGLSRDPTTGDFKVV
VVGWRDSYSVYSCNNKSWMIFNKEHETPPRTGPSSCYRSFPEVCVDGVSYWVWRNTSHIEKGIDNNSWNELMTVENVCMR
IWNFQPLCFVEDKIVIQDRRRDKLLAYIPCEKRFEEFEGDAQPFDRVRLPIPYTESL                       
>Mgut_mgv1a019734m                                                              
MKEEIENLQEEIIEEVLYILPIKSLLRFKCVSKRWRSLISSKRFAKEHLKKKSSTSTNDSDFSRRTLYSFYRWHNYCGSD
SVGSIFHLGQCNLPSETTTTETSSSFNLQSLTAATLSIDSISIVLYGSCNGLILFSMLHLVNSLLIWNPATRQAKKLPPP
YLLSQGMWPSCFFHGIGYDESTDDYKVVNISKDFSPYHYQTHI*                                    
>Mgut_mgv1a022426m                                                              
METKPSISDHQPRIIRYPAPAETYLEDHIEEILSRLPVKSLLRFRCVSKSWRALISSKRFIKAHLEHSRKDTTNFTRHVI
VSTSTPPGGIRLKHCSLPPLFCGLVADSSDVDFPITNRVGSVCIRGNCNGLVCVVIDKKHIYLWNPSTRKFKEMPHADAD
VDSNSDDTTKAIIGFGFDESNEDYKVLAVFNVGRDETNVKIYSLRTNSWKIIDVFKDGLTLSETGTLKGSDSRGWDIVSL
DVGSEVCGTVAQPSYVESDLAPWFGLFGGCLCVFYHHPKIGVDVWVLKEYGVTESWTKMAGRPEFKPLCIGPKGEILVVY
GQGFLIYSPKDYRFRLIVMRNACPFLEADVRYESLVSAFLLS*                                     
>Mgut_mgv1a022232m                                                              
MSSDLCGSSLLLALPDDMFSVITSSLSPRDVCSLSLSCPGLNAVVSSDKVWLSQCNKLGIKLLPFSTLVEWRKGVSSYKA
LCRFLVSIHPLIGIWVHQNPELGNVVYVMPGFLSVVGCRIIPQTIGPLGLEDGPLLWTSVFEILCKSDGSTAFFLHGREQ
GADYVYPGLFKSVDRNCNVLLLEVERMLNPTEFGSSEAGDGDQVIEQILRKSSSTGGGQENQSTLHQFLRSSDRVGLCLR
PATMELSFHMAWPHMDEDQSILYKMRMEPPDECHKYAGLWGGAYGWPPTRVSEEKAGEALFLISISYEVTKWGKKLMIGT
KILEGTLYVEHPNGSAMFTANVDEPALEPFPSYGAEDSESIDSFGGESIASGYGFRYPGSEP                  
>Mgut_mgv1a024536m                                                              
NEDLISQLSDDILILIISRLSTRDATRTSLLARRWRNLYRYVTEIELSCYDLLERAPGISRSFRPKSSDSVMNALDSFLR
LRSGSKIPSFRLTACSNKSATDRFEQCISILGRMDVESFFLEGCRHSYLLDLSFSCHLFSKMPLLKKIELSNCYLQSSLR
SQCNNSIQNLVLMDVSVSPGAIESVLSNCLKLHSLMMTGCACPSKLSFCGPHLELKSLYIMECEGVKEIEFYASNLVIFE
FTNPVQVDFIFDHVPQLQSTYIYIFEKNIFPYVCGKLAVDLPDLKSLNFATRGDNFQESRINMFGNLRRLYINVYSLPKI
HLLWLTSFLHSCPLLQEFHLTMNICVHGPLVEKEKQAVVFHSELKKMEIGGFRGTEYEMEFALYILKSAISLEIMNINRC
PKVYSGPDNWRWEYVHSWSENTRARIQTELQGQAVSKTAQLTVQHEPDDPLHSGPSCSLCDACCVQR*            
>Mgut_mgv1a025319m                                                              
MDMDPRIWSGLPDHLLERVLSFLPLKTFLSLRSTCKHFKSILSSPLFISKHSSSLSSSSSSSLSSFILLSHPQFPHNKYP
LYNTVTNSWCPVSLSIPSSTLKCSGNTTLLTSSNGLLCFSAPDSYSFVVCNLLTKSIRHVKYPFRPFAFELLTLVAVPTA
PNNNNNNIAAYKLFMLSSSAAAAALVYDSEAGAWREYAAGGSAALNGTRHQNGVFFDGRVFFATSRPFSVACFDLEMGSW



ERSALGLLPPGGGGDEVAFARLVSDGDRRMYLVGGVGVSGISRSVKVWEYIYDREDGTNRWAEVETLPEMLCKKFLSVCY
HNYEHVYCFWHKGLICVCCYTWPEILYYKVCRRTWHWLPKCPSLPHKWSCGFRWFSFNPQLYANV*              
>Mgut_mgv11b022217m                                                             
MPSDICGSSLLLALPDDIFPVITSSLSPRDVCSLGISCPGLNSVLSSDEVWLAQCNKLGILLPFSNLVEWREGVSSYKAL
CRFLMTIHPLMGIWVHETPVLGNVVYVMPGFLSVFGCRIIPQKIGHLGLEDGPILWRPVFVIICKYDGSTSFFFPTT*  
>Mgut_mgv1a023062m                                                              
MAAKKHLKRGTPVLPQEIIQIILSNLPPNSLLRFKTVSKSWYTIISDPLFIQTHLCSSLSESNSFAKSQDPESQPVKLLE
GPCGEYDVMSFCGCVLLLVEANISLKKRLVLWDPCTRTETYVWSPDICSGRQSYGLCYDRTSRNFKVVALSLETERYVVY
SSRNRSWTKRHGFPGSGKPDTSAPGVYVNGAIYWVWRRSYNKIVIRFRDSTRFVNYDPFKNTFEEFEGDASCYEYEFVPY
VH                                                                              
>Mgut_mgv1a009675m                                                              
MEKKTEQQSRKRRNRSHVGIDRLSSLPDRVLRHILSFLPTKSSVRTSILGQRWRHLWAYVPNLDFDNENQETINRVMLLR
KVQTLHTFLLYHKINCSPYQLDTWVTFAILRNVQKLHLYFRYQTALPRCLFTCETLVNLTLDSCGVVPSSGAVRLPRLKT
LHLSFVQFEADESLPHLISGCPVLEELVMELCNVKRLKLHLAYDISVRFRNLTELKLVADYRFLLKMLENADNLQVLTFS
EYSNEIERAAEPPQQVPTCLLSRLKMVEFGCIAGHAYELEVIRYILRYSKVLERVKIVYGLCIGSEEKINMLQEISLFRR
GSTTCEVAFVRLSID*                                                                
>Mgut_mgv1a027057m                                                              
MGSTSTILYHLPDEIIEEILSNLPVKSLLRFKCVSKRWRFLISSKQFTKHHLKKSRTNLSHQKLIILNTDVIDRSFAYLI
DRGFKSCSLLSSLDNSTIASFDRPPLMNHIRYGCNNILRRKYFNPATDNFDVYDYNSYVQYYPSDSYILEILGSCNGLVL
ISVDRANLFVWNPTTRRAKRIDPPACHAFSDDLWDIHRGAFAYGFGHDEIADEYKIACVFFTYKEKPRRTATEIYSSRTG
SWKKIEDFDMARFRRLRFFSCGKFMHGKCVNGKLHWLTDPKECVCWEIVSLDLSEEKYGIVGRPEYFSNHAHYRPRLHEL
GGYLSLTNLNENYRVNVWVMTKYGETESWVRFLTTNCDGMVRGIFLCPLWLMIENGDIVVANPKSRGLDVVFCNGGNLLH
TFRVDDVFTDDSSVQNFDANIYVESLVSPFGDE*                                              
>Mgut_mgv1a026705m                                                              
VQSGIKPKLSSLNSPPTVNTLTKQLYFYLRTCDTICIGREDDRISRLPDEVLVEILSSLSLKESACTSVLSSRWTNLWKH
TTRLYLDMDGGSSSWGKTKHFKFRPVLMRRNTSCKYVRWVDRVLESHKCIVLKEFAICSYLGLQHEEPITRWLEYAFARQ
VRSLELNLEPCYDDPMYGLPRDLLVAEGSQFKSIEALNFKDYKCAYIPNNEVEEAIVSSPHHHLKVVKFSGGFGRTNYLR
FVDYILENCLVLEKVIVDPCSGTLNLMLDSTNFEENVRKKAKQHFEARVPQHIELVFL*                     
>Mgut_mgv1a017017m                                                              
MEEVNRISDLPEGLLQRIFYFLSQEDAVRTSVLSKSWRYIWCTRPNFDLSEPNFKGNKHQFISAVENTLQRYTDPNGLSL
EEFNLTLSLLGGGDDNH*                                                              
>Mgut_mgv1a022552m                                                              
MTTESVKKSSSSSNIPPEIIEIILSKLSSVKSLLRFKTVSKSWNTLISDPLFIQNHLQSSNNSPNNNRFISSYTRGSDSR
GFPLDDFEVRKSDAGKISGENIPNGYNSILCECNGVLLLGNHVKYALWNPSIRCEMFLIYEYEFKEVYIVDYGICYDQIT
GDFKVVFIFETKYAIYSCNNNSWTKKNLGTSYHTIGGTGSGLGIFVDGATYWILSDDTISTHLVYFDPRTDEIKRLQKPE
QRQSDDDKFQLMNIASLRGRLCLYFYNKEERIAQIWMKEKGIDKWKEFITFHNFEAPYKLSRPICLVENKVVIQKEENIF
VYYNTSTDKSVNKEFVHIYGDRRKLVPYRNSLYFPTGVGTKKIKARQSRLRFT*                          
>Mgut_mgv11b019832m                                                             
MMKRAKVGGDDGGASNSNSMVGEDNRISDLPEGLLQRIVYFFSHEEAVRTSVLSKSWRYIWCTRPNFDLSETNFKGNKHH
FLSVVENTLQRYTDPNGLLLEEFNLTVSLIGGGDD*                                            
>Mgut_mgv1a019393m                                                              
MASSSSNIPFEIIEIILSKSPSVKSLLRFKSVCKSWNTIISDPVFVRYHLENSPNNLFLSTKRPRFEGGYPLFKLDGRKF
RAADAYYMKYYVNVTAYYVLLGNSRFHYSEKHVLWNPSTRREMYIECPYAYNEAYKLNYGICYDRLTDDFKVVLVIDDRY
AIYSCKNNSWSEKKLGIKYYGFFTGIFVDGATYWVLRDDKHTIQIVYFDPRTDELKGLQKPEQLNSDCNSGLTISVACLR
ENMCLRRLVRYLEFSIDFFLFVFFFFSSFLAK*                                               
>Mgut_mgv1a007673m                                                              
MKEPRRNPISNLQLFRNLPLEITIDILSRLPIRRIAICKCVCNSWRELLRSREFLDFHLSKSVPGLLIGHDWDPENYRIF
EFVDELGLETHDLHYNTVTKFNSMGFADSSELKGSASGLLFFIRKVSNYDSLYICNPITREYIELPYDGIFYSDSRMVTS
VFGVSKITRQHKVIRVFHEIDNRRECDTAAHLLSNVTKSICLVYVLGTGLWRSIAPPAPFIYGSRSIGASVNGNIHWMVE
NADGSHCVSCFNIETETFSTFAPPIFPVSKKFLVGLVVLGDCLCACDNTFDEIVIWSMKVYGDDKSWRKEFVVKKDGGYV
CDCDDCRQVVSPIKVFKDGDILMAWDEIDMIYYSNKTKSITSFDMVRLDDDDGEGLSAMLHTSSFLSLGSFRKESVSSF*
>Mgut_mgv1a020877m                                                              
MATQEKTTSSLPPEIVEIILSKLSSVKSLLRFKTVCKSWNTMISDPLFAEIHLQSSKSSNYLFLRMYRNSSGRGFSLVKL
EGGRIHNEAVLKVHYGSFNQVLGECNGVLLLNENLHARKEYAFWNPSTRRQAHFSSPYIRDQFKPVTHGICYDPITDDFK
AVMIAKESYRIYSCKNNSWTEKKGIGQFYFCMVGWGVFADGAIYWVLGELDNNWIIQLVYFDPRTDELKRLQKPKELIGG
NDE                                                                             
>Mgut_mgv1a021323m                                                              
MDRISDLPKDILQRILYFLSQEDAVRTSVLSKSWRDIWCTRPNLDFSSDNFKGQRKKFISIMDETLQRYYDRRLSVEEFH
LSISLGDLFYDFDHESAPFLEKWIPLLTDTGTKKFRLSIRTRWNTGRVRLPPVVFGAESLHDLHVESFSLDQMAIQSIVF
LKNLKSLRLEKVCIEDESFNKIISNCIFIETLVVKDCKRLRTIKIIFAHGLCPIEVHPPSLETIDISDGNLRFNKGADFR
NLEDLSLCNVKSSLEHLSSCKFPSLKYLNISGWPDLKETQIFIDAPNIRNFDFIEKFVPSISFAATF             
>Mgut_mgv1a011890m                                                              



MTTEKNLEKSSSSCSCSSPLLLCEFPSKNCCVPIVEIMREGDEEADIGRLPIDLLAHIFSLFASFKDLAQASSVCRKWRQ
GVKESLARRESLSFSGWKMDDESTARLVLLAYSLKDLDISRSRWGCQITDNGLNQLSTAKCIANLSSVSMWGSTGITDKG
VIQLISRATSLQHLNIGGTFITDASLFAIADSCPHLKNIILWGCRHVTDKGLLMLVKKCGKLKSINVWGMRVPLDSIIGL
LTISPALQIQPKGMLLPDHAYQGWPIY*                                                    
>Mgut_mgv1a019214m                                                              
MDRISELPKEILQRILYFLSQEDVVRTSLLSKSWRYIWCSRPNLVFSDKNVYFQGKKQEFLSVVDETLQRYCDRRLRLED
FHLCMSDRDSLSLLDKWIAELATMGVKDFCLHILRENSCRVIVDLPVVLEAESLKVLWLHYCDLGRNIPENITFVRLQLL
HLKNALIVQEIFDKIISSCTLITTLWLKDCKGLKTIKLEKNLHKYLKHFTFVNNAIYRKDERNVEIDAPALEKVTIYGSK
VRFHYRKLRNLNNLVERSRVLCIDAPNMECFDYTGLVVPYVSFAPTSGWSNIKLCITGHDVDGAPSWFHILSKFIHALRH
SIICLKKFHCSPNNNNLHVLGQDDDVINVGNRHVVVDDLTLKIGRSSSFTYLLNGLFCICRPRYVTPHWFSQENWNKERK
VKEARDFFCKIEKTIDSTGNHDIRQYLEGFTFEGFDEFLLDWQPLQVATLLESEFVEFRVRLQWSDQHCESSSKLLES* 
>Mgut_mgv1a007747m                                                              
MANTEKENLEKKLDDGKCSRRSRPYYPRRSKDKGLSSKTNIESLPDEMVSRILLELDAEDIYESAMLVCRRWYNITCTHN
FKQEHLEHSSPGLVILSKSVSQAPSLVTISRRGGIVTIRNLKHPKRNLCSKYWANGLALENCYSRDNYFVANHVTNKRIA
LPRYSAPEDSNNHGSCIGYAPASKEYKVVLLQSPGLENPKVQICAILTLGADESWRYVDTRHVSLAARDLFTTTPLVVEG
FVHFLFPSESNRLLSLNLESEIITETLIPSPEGGCVSCCLPTSKSLTLLMASPGNLSWDVWEMTAKKPGEWNKVGKIDLK
ARKSWMQKQLGCTLRDGLFTVCWLNDMEVLVLRAWMVFDKATLFYNVRTQEIQVVDLGYCSYVNLHKNSLVWFDHT*   
>Mgut_mgv1a024133m                                                              
MDRISELPQEISQRILYFLSQEDAVRTSVLSKLWRNIWCTRPNLDFSDNNFKGKKHEFISLVNNTLQRYRDQKLCIEEFG
LYVSLDDSDRKSILLLEKWIRTLKSMGMHPKEVRLQKVYIEDENFRIIIASCPSVETLFVRSCEGLRNIDANNLVHLKEF
CFSPYKMPSAEEELCSIEINPPSLKSIEITYGNLRFERGVDFCNLSELHLTRAELSWDNLSSCKFPSLERLIIVGRLRSK
EINLFVDAPKIANFAYSGDFIPSISFATTTSRELISVIGLTMHPNGAPSSWLHKLKELLDSLSQSKVSLCISISREYQMN
EDIIQENINLIQENCCDKYFVVERLSLSCHLSSYSSLLNGVFSIFRPRKISLFGLNWKTVWKILMQRESGEQGDQCRKFW
ERDLEEVSMEIIEKNREGWHSINLSELLNHREIGSSIRFTLKWSNGAISSLSFR*                         
>Mgut_mgv1a018082m                                                              
MARKLVKTSSTNIPPEIIEIILSKLSSVKSLLRFKSVSKSWNTIISDPLFIQNHLHSSNKSPNNDLFLRRYTNSTDRGFP
LVKLEGGKVHAGGISVENIPNGYNVILCECNGLLLLTDRCSEKKYALWNPSTRRARHLATRYELNGDYVVDHGICYDKIT
GDFKVVFIFATKYAIYSCNNYSWTKKDLGTKCRNIGFTGSGIFVDGATYWILGVESTNISGTLLVYFDSRTDKLKVLRMP
EQLYDDKIYFLSCNMASLRGSLCLYSYNYRDNSVHIWIKEKGIDFGDNRTNWKEFVTVGYLRLRYLWMTPLCFVENKVVI
QEKSIRFVSTEKTVEEFLAVDVYRGRFIPYRDSLYFPAGVKTIRA*                                  
>Mgut_mgv1a023364m                                                              
MCRISMLPEHILQRILYFLSQTEVVRISVLSKSWRNIWCTRPNLDFSINAFDGNKQDFIFTVDSTLHRYLDQRLCVEEFR
LD                                                                              
>Mgut_mgv1a009710m                                                              
MARKLAKTSSSNIPSEIIEIILSKLSSVKSLLRFKTVSKSWNIIISDPLFIQNHLHSSNSSPNNNLFLSKYPNSTDRGFP
LVKFERGKFHAGGIFEENIPNGYNLILRECNGVLLLARRLSGWNKFDKYALWNPSTRWQRYIETPYDFSEYYVVDHGICY
DKIAGDFKVVFIFVTKYAIYSCNNDSWTEKKLGAKCHDIGFTDSGIFVDGAIYWILGVQSTNISGRQLLYFDPRTDEIKR
LQKPEQLRSLCLYCYKYNKEEKSFNIWIKEKGIDVAENNVVIKEQSIRFVCYSPTDDKTVKEFEVFAVHCGRYIPYRNSL
YFPAGVKTKTIKA*                                                                  
>Mgut_mgv1a019147m                                                              
MADSTSYLPPEIIENILLRLPAKSLLRFKAVSKSWNTVIADPVFVQNHIRQSKHSNSDNLFLCPNTYPIPVVKLGDKKIQ
TLQRIESRYARWPELCFCDGVILLTDTTYMRFALWNPSTRTSKNLWHKYSCPDAAFGLCRDPATDDFKVVIADLDYYSVY
SCWNKSWIMLKKKYDTKYTGLGVKIGNNNMGVCVDGASYWLWSNDNATQIELVYFDPRDDEFKNLHMPENIADANQKFTY
AVELKGCLCVYYNGMDESRIQIWTKEKGIDGHSWKVLITVENVGMSIWAFQPLCFVGDKIVVWKRGLLRRVLLVYIPSEK
RFEEFEKNTVGIFDYPIPYIDSIFFPTEKPRPKTKRERKFLQ*                                     
>Mgut_mgv1a008110m                                                              
MGSIRADLGRKIHPEPIDHFDRLPDSLILLIFNQIGDVKALGRCCVVSKRFHSLVPQVDNVIVRVDCVISDDDPSATSSS
SSATSAASDKLRHPISSLFRFVFSGLFKPLQSLSQLIVPSTRRLPLSEDFDGETEQNTVTHHSPTQVLKNFNEIKLLRIE
LPSGELGIDDGVLLKWKADFGSTLDNCVILGASSVVQNMNSNLSSSGTCQNIDNVGNNNGVENDNGSIPESFYTNGGLKL
RVVWTISSLIAASARHYLLQPIIAEHKTLESLVLTDSDGQGVLSMNKEQLEELRVKPLSASSASKRTLVPALNMRLWYAP
HLELPNGLVLKGATLVAIRPSEQPKKEVVGSEGNWVASAFEEPFGTAARMLVKRRTYCLEMNSF*               
>Mgut_mgv1a010909m                                                              
MQQLPEDVIEEILSRLHVKDLMRFKSVSKKWNSIISSQHLINLHLKKSISSPSHRRIFIPHSKSVVYKGLQDDTEELPLP
PGAIAIRIWNPATRVSKTADLKLKFDNFVSWFGRESSDDEYKLILGIRPHGKQLANNHTLLVTLYVDGDSSNFSAQEIDL
DQLVFKPYEEGTFFCGINHLCGLGVVDRCLSAICGNCEGFCVIYEVWIMKEYGIKESWTKSMNIPHPAGNIQYMYLVGVS
DYGDIFFRSSTEHVNLFVYNVGEKKYTATLVSDGYFVKTYVETLVSPNLGKKRTVGAT*                     
>Mgut_mgv1a018184m                                                              
PPPPPPPPPPQMKTVKAEKTTDHLPKEIMEEILCRLPVKPLSRFKCVSPSWRSLISSKQFIKTHLQRSKKIESFADQRII
LTCKGKLKACSLSSLLTESVTRVDSFDFFPMNSSNDIVIVGSCNGLICILVDKCRFFLLNPSTREFKELPDFFTGAMFPK
NLGSISAYGFGFDESSGDYKICAVCYSMLVFGLIVTFRRTVRVYSLKADSWGVSSLFYKHDICSYGAAKFMSGKFHWITG
FLTDPKWEVVCFDLKSETFETVKQPSCMEGYKRPSLGVLEGCLCVFSDYSPNDTFDVWIWNEYGVEDSWAKYVTIPYQSV
TNYVTPLFVLPSGEVLFTCGSEFFIYNKRDNCVRQQHTIDFDRDRDRDSEAELYTESVVSLVLGD*              



>Mgut_mgv1a025106m                                                              
MALPIEIIEIVLLKLSVKSLLRFKSVCKSWNILISDPVFVRKHHLRQLQSKGSENLFLLKNSEVNSYGFSLVKFEEKGQK
IETLQQVFGPYLWATVLCFCEGLILISDLSNKNFALWNPSTRTHTYFQATFYCGEAAFGICHDPITDDFKVVIAKSYDYS
VYSCNNNSWTMLEKRYETKYNDYRVEYGLGVCVDGVSYWASTHKPQIVYYDPRDDEFKILEKPEILNDTKSIHVVELMGC
LGMYCYKGSNETSVRIWTKGKGIDNHSWNELVNVENVVNVAKSTWRIEPQCLVGNEIVIRTNEPKDDGLVVYNPCKNTFD
AFEEIKVFGFGLVPYMETLFFPVEKSGRIITGEFGFPIEKPETMED*                                 
>Mgut_mgv1a017657m                                                              
MASQRLPGEELSVSKRLVRSMSQKLKRKNHKNEEGSKEDETTGVSLRCLTLYGRGGGCKVGADMCEELGDPNIRRRSSAS
EDGKSYNTTMCGKDDATMNCFSHGMREKFFRRNNRKFLTHIPVQPQSNGMNVILPDDILEMCLVRLPMASLMNARLVCKK
WRNMTTTPRFMQIRREGLFQTSWLFLFGFVKDGFCSGEIHALDVSLNRWHKIDSPIIKGRFLFSVASIKEDVYVVGGCSS
LTNFGRVDRSSFKTHKGVLVFSPMTKSWRKSASMKYARSSPVLGTSEVNQDCLSLSRNQQNRSERHFYRPRTGGVSDVYE
DPHRLSVRRQSRHSLEENVKPIKLVRQKNGSSSSKDNRMFVMIAVGGLGAWDEPLDSGEIYDPVSNKWSEIQRLPLDFGV
ACSGAVCHGSFYVYSETDKLAGYDIEKGYWVRIQTGPIPPRVHEYYPKVITCKDRIFMLSVSWCEGDGEIGRRNKAVRKL
WEMDLACFAWREVSVHPDAPMDWNAAFVCDGEFVFGVEMFKIFGQVLDFVTLFDTCGVGNGNGWSHISRNRVAHDLDASS
CVTKSMAVVRL*                                                                    
>Mgut_mgv1a018819m                                                              
MAANTTIPHDIMLDIFSRLPAKSICRFKCLSKVWSRMFSTTYFVNSQLHRKPDEESVIVISRENIQTIDNIQLNAVSRTI
DFKPSHDWFRILGSCDGLILLQTFECRVFLINPVTVEILEVPPATENRIRTYKYGFGYDPCNDEYKIVEARYSMPFVEKS
KMAVEVYNVKHGFWKRVEDSPFIPCPTRNSHSAFLNGKIHWLVEKTVEAGDDYSTIAAFDLASEAFKEIALPSGISLNRI
IWQCKLVVFEGCLCIVESKSNSENDIWSMKQYGVAESWIKYTFFGDFFGKNLKPLCSIEDGDEILLSSLNKLQFYNLNEL
SLRDAVIDAGPHTVYEEAWPFVGSILSPSVGSRLSE*                                           
>Mgut_mgv1a022038m                                                              
MSRTDDAFRVKRRRKTAARNVFDKLPDDILIAILSHMSLKDAVRASVLSHRWRNLWKFTSRALVFSDRDTPTGARMDIRK
FQVLLARELELNQSTGLDSLIIRFSNRCKYTTSDIIDDWIFLAMQKDLKNLELDFSVRPRFRYRYKFPDACEVVFEHATE
TWLCGFSTRARTLKELGVFASLRTVKLVDVSIKDEVVHHFLSCACIEQLCIRGSRSTKNLRVVDPLPYLKQLEISNCRKI
RSLVISAKNLVSCTYQGRRKISFPFKENPNLTELTLDGPLCESFIYEPKNHSSYSFQLTDLVLKLQISVCARLLIIISFV
*                                                                               
>Mgut_mgv1a019641m                                                              
MKTNIKAFRRAHSSAQIVNSIDDLLIDIFLRLPIKSLVRIKLVSKRWHSLVTDPRFCLMRNPNPNPAVGLFLISPDVNLS
YDYVPLSINKSSNPPFRKLDFDDEPRGFRILRSCNGLLLCCSNSARECNKRYYVYNPTTKKFSTLPKLNGVGGISKRMCG
MNLAFDPAKSPHYKVVCVRRLQSDSGEYRYQFAVYSSEKGSWRKWGDPYTAEVGFEKGVYWNGAIHWISNRTANSCYFDL
ERRALEIMPMPPIPEEGDWRSYSYFGESCGHLHYVELFGAQIKFDVHEMKMDHSEWFVKYRVDLSLVVDAYPEMICDYFE
PTDWDYYAFTIFTLVRGEEEEDSFLALQIPGKVVRYNLVCETFETMHEFEFEGGEIEGSLRFPCANGFQYIESLCCV*  
>Mgut_mgv1a018433m                                                              
MGKTINISDDMIQEVLCKLPLKSVLRFKCISRSWLSLISTKHFIKQHLKISKSSTDDDEDNKLFFSFKLNQNFYRFSGFG
SCSLGNEPIVMTPHFDDHLTRNPILIVGSCNGLILININESSKKLLLWNPLTKEVNDNTPPPCFDDKNQDRSIYGFGYDE
AQDAYKVVCVELSYKCPYAAHMYSFKTGSWKKIGNFDKGFLDENHAKFVNGRFHWLAWTATRFSYRVLFEIVSLDLAEEK
YESIGGPKCFSNHNVNNHVLKLEELGGFLSLVVTKRCEHDVNVWAMMEYGNAESWTKVWKLSNFCTYKDRFLHQFLHRYP
IEAKPLCLKKNGDIAVAFGTNIIVYNSKNEMRKSPINTLGVCIEQFTVYRESLVSPFGDV*                   
>Mgut_mgv1a022298m                                                              
MADTTPDLPQEIIELILSKLSLKSLLQFKTVSKSWNTLISDPIFVKNHHQQSKQSNSNDLFLHKKSWNSSDGFSLVRLED
EKLRTQRVIAPPHGWEHVLCFCEGLLLIQQYGSRRLALWNPSTGAEKSLWLPYNCFKSNFGLCRDPITDDFKVVIASWEH
YMVYSFKNNSWKKRIKYECVEYYRTQYIPGVCVDGASYWLWLSQNATIIMYFDPRDDKFKILQKTESVVVEGNEPVFVAE
LRGRLCVYCNNGRDKETILIWTKGKGIDNNSWNKLMNVENVTMPILWFELKCFIGNKIVIRNAKDDRLVVYNPYEKKFEQ
FEDKEVGIGGCYFYTPSTSYEKSNS*                                                      
>Mgut_mgv1a003473m                                                              
MCLFRDMMSYFPEEVLEHVFDFLTSHRDRNAVSLVCKSWYSLERFSREKVFIGNCYAVNPERLIARFPRVRSLTLKGKPH
FADFNLVPHDWGGDVYPWIEAMTKNGINLEELRLKRMLVSDESLELLAKSFPNFKSLVLVSCEGFTTDGLAAIASNCRFL
RELDLQENEVDDRKGHWLSCFPDSCTSLVSLNFACLKGEVNVAALERLVARCHNLRSLRVNHAVPLEALQKILVKAPQIN
DLGTGSFVHDPDSETSKKMKNTLENCKSVRSLSGFLDVNPHCLPAVYPICTDLTSLNLSYAPGIYSNELIKLICHCKKLE
RLWILDTIGDKGLGAVASTCKELQELRVFPSDLYGADNAAAVTEEGLVSISAGCPKLNSLLYFCQQMTNAALITVAKNCP
NFIRFRLCTLNPVIPDAVTNLPLDEGFGAIVQSCKGLKRLSVSGRLTDQVFLYIGMYAEQLEMLSIAFAGDSDKGMLYVL
NGCKKLKKLEIRDSPFGNAALLSDMGKYETMRSLWMSSCEVTYGACKTLAEKMPTLNVEIINEGEDQVEASSSPDARHRV
EKMYLYRTLVGPRRDAPDFVWTL*                                                        
>Mgut_mgv1a009404m                                                              
MANPFIPDEILLDIFSRLPAKSVVRYRSLSKKWRTVLSTKHFVELHLARNPHQESFIFISSEHLTVHSIDKIEGAAAAVS
RKIELPNKCLRVVGSCDGLVLLRNDEGGIFLLNPVTLQFASVLPASPRQALIHFKFGFGYDSSVDDYKIFRYYVRDLVIP
GVFLDVYSVRGGFWKSVENPAYIPNHFEIGHGAFLNGAIHWLAKKPIELDYRIAAFDFAREVFDEILLPIGIDEDGFVLR
YKLVVFDGCLCLVEYKMNSGTDVWIMKDYGVAESWTKYDFRGELTPLCYIHKGEDVLVSKSGSLHFYNLKERKSRGVVVD
GGAVMLREGCMFAGSIVSPFADN*                                                        
>Mgut_mgv1a024656m                                                              
TSYGRTHKPPPPPLPLMKIGKAEQISHHLPEEIIEEILYRLPVKSLLRFKCVSQSWRSLISTKQFIETHLQHSKKIESFT



DKRIISTCSKSSCPGRLKACYLSSLLTEPVTRAFSFNFFPMNSSRDIVIVGSCNGLICVLVDACRFFLLNPSTREFKELP
DFFTGTTCPKNLGSISGYGFGFDESSCDYKVYAVFSMTSPYDRDVGFPSKSVARVYSFKTDSWGVNAFFEDRWTIGQGKF
VSGKLHWINYYKTKLKWEIVCFDLTNESFGTVERPSCMEGCYIPRLGVFKGCLCMSFDCALTVGFDILIWNEYGVEDSWS
RLCLSRIFYYYFTPLCILPNDEVQFVYRLFVFV*                                              
>Mgut_mgv1a018584m                                                              
MKSAKQKTPKKEVEFLKNLPSEIVIEILSRLPLRTIGICRRVRKSWRDLIQTLDFANFYLPRSVSGLVTCFDFDSYHVFA
FEDELDLEDPDRNYDSLTSFDCSGLGLSICDLRGSVNGLLFMHPLSSISSDYYICNPITREYIKFPYEQRLLEEDFKGTV
NYGFGVSNVSGQYKVVKIVHVRKSICHVYTLGTGKWRRIACGARLGRNDYSNGAFINGCLHWFLQDYESSGLISCFDLET
ETFSTFSHPPLLWRRHSPNLVALGDCLCICDNTDDEIDFWVMKEYGNEKSWTKQFVIRKDYGHCYGEQPRGTVYPIKLFK
DGHVLMTWQRDYSWFYDMFYYSNKTKITQKNRKLMTRVASPMQAMLYTPSFLSLKTFPRENVTKFFWFR*          
>Mgut_mgv1a025525m                                                              
MGTRIERRISRHLPDEIIEEILHSLPSKSLLRFKCVSKRWCSFISSKQFIKRHLKKSKIDTDRTNRSLVSSFRRSPDIVG
FMSLFRGPNTTLDPRYLQSLLDDDIIATLDSNHCCMGDSTYDVRILGSCNGLVLMNIENYHYLFLWNPCTREIKKIRCTR
PAFKKVYGLGYDEYADDYKVVCIFFSTRRTTSQTEVYSLKADSWKKIEHFDKGSNYPPMCESGKLVNGRLHWLMGHDDND
LVIISLDLVEEKYEIVAGPKNTENICFGSVLNNLGGYLCLITTSSVTGHQSVWVMIEYGQTESWTKIWTCSNSDDAMKMW
PLPNDGIYNGKNVWCKYVWCARLVYMVDATTEPICYVESLVSPFGDK*                                
>Mgut_mgv1a026597m                                                              
MAEGNNRNAVYIPLHVIETILFKLPAKSVLRFRAVSRSWRDMISDPAFHRTYIRGYQNSSSQPNLFFSKPSYRHSKVSLV
KFEGGEFVAVRQLVNPITKTWSVSCFCDGLVLLQPPSLRNYLLWNPSTGATMEFHSPWSLSLTSTGMCYGPILDEFKVVV
ISRSRQPDYSVYSFRTGISEKRRKPFANTDQVSESGLYFDGAVYWLKVDYENPNIVRILYFDPRDDHLKIRKTPAGAGGD
NDRPIFLTCLKGRLCVYSNDAKDETVVKIWTRNKKNTSWEVLMSIANVRHDICTLRPMFFAGDKVVIRRIIRNMTYLDTL
VVLVYDARERKFEGRDETAVFGGVFVPYVDNRFFPVRNVARPKRKRKNSAQ*                            
>Mgut_mgv1a021686m                                                              
MDRISELSEDILQRILSLLSQEEAVRTSVLSKSWREIWCTRPNLDLSDTNFKEEFLSTVEKTLQRYCDQRICLEKFQLSM
SLDYSDLKSIWFLEKWIQALTNMGVKEFRLSIYSKDSRRTTGRVKLPSVVFEAEFLQDLHVEGFMLDRTTIERNILSKHL
KKLHLEKVNIEDRIFEKIITSCPLIETLSLESCKRLRNIKANNLLRLKKFSFSSSFDEKCSIEIHPASLETIKIEYADVS
FPKGAEFHSLNSLYMERVMLFSFDDFSSCKFPSLDNLVILYCDGLDESIEESHVFIDAPNINTFGYHGLLIPSISFATTF
RQWSSTLFLFFTDDPSLWLLQLHKLLESLSRSEISLSIWQSVSINAEDIFKENNDLLKLRGDLSYFSPLSNGLFCICRPR
TIDDINYTDSESMLKNLMQREGGNQDELRQLWLPDLEEVSLEIYNRNRREWDPTSLSDLPDYEEHKRISTRFALKWREN 
>Mgut_mgv1a020035m                                                              
MDRISELSEDILQRILSLLSQEDAVRTSVLSKSWREIWCTRPNLDLSDTNFKQEFISTVDKTLQRYCDQRICLEKFQLSM
SLYYSHSELKPVWFLEKWIRALTNMGVKEFRLSIYSKRIQRRRRRSIKVPAVVFEAESLQDLHAEGFTLDQTSIGRNILS
KHLKKLHLEKVNIEDKIFEKIITSCPLIETMSLDSCNKLRNIKAYNLRHLREFSFSASFDETECSIEIYPPSLETIHITR
GIISFQKGAEFRNLKTIFLSEVQFSLCSSCRFPSLTELDILYCDVLEEPMEESNLFIDAPNIDSFVYYGSLIPSISFSTT
SREW                                                                            
>Mgut_mgv1a020917m                                                              
MFNLFLQETIVAASNCNIINNIDNDDDGVDKISQLPDDILVLIISRLTVTEAVCTSVLSTRWRGLHKYITRLDFSPTSKQ
LKAFKDQEEERGRNKKVEALEHKYVLEYKTMEIRDMTNLESMRFDEFPHYCLLVIENVPRLVELDTNCVEIGTEILSRGN
IISEQLAKVKHVELECHLFRKTIDFQELVRFIDACPCLQRLEIK                                    
>Mgut_mgv1a008575m                                                              
MFPKSHDFSVFNRNWVNSKCTQDSINRLPDELLISIVSHLPVKEAIKTSVIARRWRYFWKCSSILDFDGSKVLFESDEPI
WLRDERRKFATTVNKVLDLHSLPTIEQFRIAFDLDQSNADDIGKWLQFAFAKRVKRLELNLAESYIGRLDKQYSFPNMCD
TIERLRILPSGCESLVALCLIDVDVTEETLEFFVSNCPLLEELRVRYSNYLKKFAASSPLVRLKRFEIASRGTCKSVEIC
TPNLLSFAFYGILRVSINLKNLNWSETLIKRRIYVPAKGHIRHQCLEVLEIQGFAGADIDAELALYVIENAPSLKRIIID
FRRQKPDVMGKLEIGIARAGNHTQMAMATEGVLMLKSKLSAGVELIINQ*                              
>Mgut_mgv1a024714m                                                              
MDERVEEEDRISNLPEEILYNILYFMPKKDAAQTCVLSKSWRFLWQNRLTISYSEGSSLFSGPHRTRLFINAVQSHLSKD
NHHRIEEFHLDLNSSDSASLLENWIPMLKSIGVKDFFLSIDLHAPEPEQPSSSSSSYFHLPSVFFQAESLTSLRLVRCKF
PQYDRIVHFHRLEVICLRNVEFTDQHTINKIFSTCPLITSIHLEECKGLHLTNIDVFLKHLKHFTFINKQFKDEFCGIDI
LSVSTIETIHIHGSSTRFRFHGHNFTYLKELSLKFVIYSTDSFDFSSCYEFPLLESFDITGSGLEDINLRMHAPKILHFK
CLGYNSIPSISFTTPMSRQCRSVLGFRCRHPESNWFLELSVLLHAFSQSQIYLTVFLDPMPNILNIKREVIDNIDGVDVE
ELGLNMVHPSPFTTFLDCMFSIFRPRNIVQHSYVLESHIERDQKHLTEFLCNFLTMKRWEFTRKEDLEEVRIESFDADNQ
QWEPVLLSECALLPKSKNRVRFQLKWSEDANRDEESSSSKRRKLE*                                  
>Mgut_mgv1a022622m                                                              
DDDYTSNLPDECLASIFDSLSSGDRKRSSLVCRRWLRVEGQSRDRLSLNSKSELADFLPRLLLRFDSVTKLSLKCDRRSI
SIADDALILISLSCRNLAGLKLRSCRELTDNGISLFSQNCSTLQKFSCESCSFGPKGMNLFLQNCPLLEEFSLKRLRGSP
GGGYAEPVNPGKAAASLKVICLKNLYNGQCFAPLIIGASNLKRLKLSRCTGDWDKVLEMASVRVNGLMEVHLEKLQVSDL
GLLSVSNFANLEILHLVKTPRCTNVGLVSVAEKCRLLRKLRIDGWKTNRIGDDGIISVANHCANLQELVLIGVNPTCLSL
DKLGANCPNLERLALCGSESKLCIKSCPVSDNGMEAVARGCPNLVKIKVKKCRGVTNVGADWLKGRRGSLDLDLDNVEHE
QLVDTSLDEQESRGGDFSSFNLRCRSRSFKTRLGSFSGTLRRWSCFGGGSRNNLGRN*                      
>Mgut_mgv1a024493m                                                              
TRSAKKKKLSTNAPITTTTNNEEEDIIRDLPDDVIDHICSYMSIKSVAQTSLLSKRWNNIWRSFPDLDFTTFAALTSTST



TTPAKLISNLRQRVQHHVSKGAKYANEISTLIEKRHSDIRAVKFQAFVNFSTLNRLIQNSQAQCAGTRRRGFCIARWQNN
VDLSQDYFLYTISDMAMIGHI*                                                          
>Mgut_mgv1a027146m                                                              
YISLLPDDILVSILSRLTLKEAAVTSNLSRRWRYLWTNVTGLDFDANETLDSIAANPKLRSSERPKYINWVNRVVRQHKG
PTLNSVRICFDLDKTSKCAIDNWVKFAVAKRAQRLELDLLENGEILRQPMRNYTFPYKHFSQCKSSRTQSSISIGLKCLK
SLSLKCVNVNVGFVLSSCPALQYLSIHGSGDLTNVKVSGSSLVLKYLEIVFCLGIDTIEITNVNLVSFSYLGPTIKLIIS
DVPMLDEISIGEGYSGLENNENIKVFAFPEFPNLKQLILKVGAWDDDSLLEFTSLIKACPILNRFVLQVCVF*       
>Mgut_mgv1a018336m                                                              
MKREKREEGSNSIDKISELPQDILQRILYWLSQEDAVRTSVLSKSWRNIWCTRPNLNFSDATFKGNMHQFLSVVTPLYNC
IVIKDLEELPSVVFGAESLQDLHLAGFVLHREAIERMVLFKNLTSLSLQRVSIEEGIFEKIISCCPLIETLDIKVSSVLR
KIIVKNLYNLKYFSFSDDVYRPASFEKELYISYQYDGDFIPSISFATVTSTEWISDIHLTCELSHDASSWFIKLHELLKS
ISQSKISLHFDRYSLNADRDGIRENINMVQDINGGNKHASVVVEKFKFNWLPLSLISSILNGVFSICRPRNIEDFLCGDK
GEMKRIERLWKILTERKITKEDRF                                                        
>Mgut_mgv1a008322m                                                              
MKKAKEDEARPKSIDMISGLPKEILHKILYSVSQKDAVRTSVLSKSWRNIWSTRTNLDLDFSHPNFTRSKQEFLTVVDKT
LQLYRDQRLCLEEFHLSVSLLGDYYSDRESVSLLDKWIPLLTSMGVKEFRLSILSNEFVDLSSVVFKAESLVFFCLKKCK
LGEKIPENIPFGSLQVLRLENIFFENEIVFEKIISSCPLLTTMWFHECRGLKTIKLENKLHKYLKHFTFIGCYTYDVQDA
RLWFVELSKLLQALSPSEISLDFVQFTHYRIAHDREDVLVHDIFDCSGNGPVAVEHLELSSVDLSASLYFLNERRDYGET
LRDLEDLSIECFDTSRQQWQPVQMATLLVSELRNISRIRYRLKWSDSSFRKIPTFYI*                      
>Mgut_mgv1a018931m                                                              
MARSNDNSHVRNFTRSIRKRGSTNIDSLPDELVFQILLELPAEDIYDSATFVCKKWYKMINTDNFINAHLQHSTPGLLIQ
NRTHKYDRAVFAAIRKGKIEISKFGYKFTDRVLASCNGLVLNHYSEDNYALQIVNPATKHRLFVTPPFTENVSRHNSFGI
VHVASTMAYKVVHTYFHYTDDYLYTWGCSLLTVGVDTYWRRVHIRPVFPETAIVHTTQQTTQGFMHWVWNNVCVLTLNVE
TEVITSTPVPRGYKHVRKWYLSKGKSLSLLVLCEDSSFDVWEMKSETGEWTKTYKVDFEPLSKYGRLTPVAWLKHGEVLV
LSGSDLTRVCTTYNVLTREIDCFELDDCCNDHIFKIHTNSLVSLDGIEV*                              
>Mgut_mgv1a023239m                                                              
MAKKLRAANSIDKISELPTDILHKILYYLSHKEAVRTSLLSKAWRYIWCTLPNLDFSDTSAFTNKQHFVSIVNSNLQRYF
DQRTCLQELHLSISLNHSDRGLVSLLKRWIPLLKNMGTKKFCLSIRSARHIRACVELPSVVFGAESLHYLHVQRFVLGQK
AIQGLVIFKHLKSLHLQQVCIDEDIFHKIILSCPSIETMRVDRCMRLRKIKGNDLRNLKDFFFSRFQNVAFKEGLCRIEI
HPPSIEKINITCGDLWLQRGANFLNLKDLCLRLVRSSLDHLSSCKFPCLRSLKIWECEGLKESHIFIDAPKIVYFEYGGD
FVPHISIIATSSRVWDSYLNLRFSKVTSLWYFKLNKLLKLLSHSNICVEINQYSMKYRDMIVQENINLGQDDNCDKPVVV
ERLSLRCHVSLFSSLLEGTFRICRPRNIGDYHYRGDIKRIECLWKILMKRESGREDRKFSEVRMEIYERNKDLWHPTTLS
QLPNYQPGEYTVTRFAIK                                                              
>Mgut_mgv1a021693m                                                              
MEAKPDSNSSISDHHQPRRFRRRIETPAAAETLPEEIIEQILVKLPVKSLLKFTSVSKSWRSLISSNRFIEAHLEFSRKD
PNFTHYRTISTYLPPRKSVEHCSFPSLFNGLVTDAADVDVDFPFDFSKKVVRVMGTCNGLVWIAPNMGHWFLWNPSTRQY
KQLPDECDRTNVVVKYDFKHAFGYDESTRDYKVLLAHSVLSKKNRYETTVKIYSLRTDSWKRIKFFNNSRHPSDSRVSGI
FVNGKIHWCKDTEPNSRCDIVSFDLGSEVWGSVAEPSCVESGYYESPSLGVLDGCLCVLYDFSRSRIVVWAMKEYGVSES
WAKTVTVPYVDLTLSNPSIIRPSLCVGPKGEILCMLGSSLMIYNPNDNRFRRPGMRNFGAFLEAHVYYESLVPLA*    
>Mgut_mgv1a020578m                                                              
MSVLLFVNCSDRISQLPDDILVYVLSFLSLKEAARTSVLSSRWINLSKHNPRLVFDAHSLPDRIAKQKGVAVVVKWRKYV
KWVNCILRSHRAATLKEFAVFYELNRLARNDITRWLEFAFARNVETLELDLSRNSDYFGYRHEHYVFPEEYFLNGSIDFK
SLKVLSLRSVEVTDGAVEFFLRNCPLLEELAVEDSYKISNLEVCGRSLCAKKRYQHSDVDRISQLPDDILVTIVSSFLSL
KEAARTSVLSSRWINLWKHIPCLNFDAEQKRLWDEKSAKELLGEERRKYVEWVNSVLTSHKEATLNEYRISFDLCRSTGE
PVNRWLEFAFSRRVRILELDLSPTIMNWRPWSKTYAFPEELLTRTSGGASILEPASCIDFKSLKALSMRFVNVSGEAIEF
FLRTCPFLEKLVVHNASELSNLEVCGSSLDLKHLELQSCHNLTSIKVSAPNLTSLTLPNVKGLLLENVPMLVEVSVSCVL
FMSLSDCDVVYSIYSGIALKDNVKNHTIRIWYTYPSVRLSFERLHVTSFSIN*                           
>Mgut_mgv1a007608m                                                              
MTTVVQTSVISDFRRMPAPFSAKRIKESENPSQKTGSILFSEVADSKSDARLFSKIAEDYHSSILPGLPDDVSKQCLSLV
PRSNFPAMGAVSKRWRSYIKSKEFVTVRKLAGVVEEWLYVLTVDDEGKESHWEVLDCSGNKRCRLLPMPGPVKAGFGVVV
LNGKLLVIAGYSVVDGTGSVSADVYQYDPCLNSWSKLASMNVARYDFACAEVDGMVYAVGGCGADGESLSCAEVYDPDSD
RWTAIESLRRPRWGCFACSFQGKLYVMGGRSTFSIGNSRFVDVYSPKSRSWAPQMKNGCVMVTAHAVVGGRLCCMEWKNE
RRLAIFNPSDNSWKMVPIPVNGSSSIGFRFGILKGKLLLFSVQADPSYRTLVYDPEAAPGSEWGVSEIKPSGSFLCSVTI
AA*                                                                             
>Mgut_mgv1a011995m                                                              
MEKAKRDSLSIDRISDLPKDMLHRILYFLSQEDAVRTSVLSKSWRYIWCTRPNLDFSDIEFNGNKQDFPSTVDKTLQQYY
DQGLSLEKFRLYLSLLGKDYSYHESVLLLHKWIPLLKAMGVKEFCLSILFDHNPGNTDMPSVVFKAESLELLHLNRCNLG
QNIPENIPFGRLRVLRLSNVLVENDVFERIISSCPLLTTMSLDGCKGLKTIKLEKKIHKHLKHFIFINLMNRTSENCSIE
IDIPTLETIEIMGSEISTTSLSWS*                                                       
>Mgut_mgv1a020889m                                                              
MDANRVGTHSNSKPEMCDKAGYLGGKDDDRLSKLPDDILVDIMSRMSLKEAARTSVLSSRWKHLWKYIPFLKFDADNVYK
IMDHHSADELIEIEAPKYVEWVNSVIQSHKSPTLKQFKIHFHLDRRHTDAITRWIEFAFSRQAERLELNHESFVNPKRYY



CFPRFHSFATSNSLKALSLKSVHVRDAAVEFILRNCPRLEELFVRYSHNFSNLEVCGSSLKLKRLDL             
>Mgut_mgv1a006629m                                                              
MEQTVERSPNVQRGYRVQAPLVDSVSCYCKVDSGLKTVVGARKFVPGSKICIQPDINPRAHRSKNSRRERTRIQPPLLPG
LPDDLAIACLIRVPRVDHNKLRLVSKRWFKLLAGNFFYSLRKSLGMAEEWVYVVKRDKDNRISWHAFDPTYQLWQPLPPV
PVDYSSALGFGCAVLSGCHLYLFGGKDPLKGSMRRVIFYSARTNKWHRAPDMLRKRHFFGSCVINNCLYVAGGECEGIQR
TLRSAEVYDPNRNRWSFIADMSTAMVPFIGVVYDGKWFLKGLGAHREVLSEAYTPESNLWSPINDGMVSGWRNPSISMNG
KLYALDCRDGCKLRVYDEKTDSWSRFIDSKIHLGNSRALEAAALVPINGKLCIIRNNMSISMVDVSGTDKRAEGSSGIWE
NIAIKGHFRNLFTNLWSSIAGRSGLKSHIVHCQVLQA*                                          
>Mgut_mgv1a024395m                                                              
GSCKRKSSSTNIESLPDELMFEILLHLPADDIYGGAAFVCKKWRDLTRDRNFINEHIHRSTPGLVVQFQRQTENAVFLAM
RRGRFEISKFSNYNFKHLLRASCNGLLIECDTANGCASFVVNPSTNRRLRIPPGYYSSIAYASASMSYKVVSGSTQYDKP
EELGCVIWTVGVDKSWRTVCTEHLSLATRRILNTTPLTTEGFVHWSSPESGHILTLNIETEVITEIPVPKGYERGWKFYL
STGTSLTFLTAMGWFSFEVWELRQETGEWTKLHDIELDCQVLGFVYLNRLIDFSLVPLAPPNCSTATVNPVGWLNCKEAL
VLHAFPTRLCFVHIVRTREIDFFELGHDFDSYNFIAHRNSLVRLGRC*                                
>Mgut_mgv1a006705m                                                              
MDRISELPRDILQQILNFLSQKEAVRISVLSKSWRYNWCIRTNLDLSYNNFRGNKLQFLSVVDNILRRQHDERLSLSEFH
LSISQVYPDHTSVFYLKKWVPLLTVIGVKKFRLSVYMSHTHHAYRKPPLKLPPVVFGAESLQDLHLENFEFDRKTIERIL
PWKHLRSLCLQKVYIEDEILQKIILGSPLLETLNVQGDCRRVGTVNLNHLHNLKYLSLQLCEREVDQYCSFEIHPPSLET
IELRYSNISYHTGDDFRNLHSLFISNVRPSSLDRLSSTIFPSTSSKWKSEIYLVYQGSSWLLKLNELLNSLSHSEISLAV
DQYCRINGNVMVRENVHNRPIVESLRMGSDLVIVMFFICRPRNIYGYKIKSARLWKFLMERESGNEDELFRGLEEVSIET
RVDIREGWRPSTSLDFKLPGLEFRLALKWRNTPL*                                             
>Mgut_mgv1a023464m                                                              
MKRAKGENDSNSVDRISELPKDILQRILYFLSQEYAVRTSVLSKSWRYVWRTRPNLDFSDNSFKGNNKKEFLSVVDKNLQ
LYRDQNLCLEEFHLSISVTYSDRKSVPFLEKWIPLLTAMGVKKFRLSIQYEYYKSAVRVELPRVVFGEESLQDLHAERFV
LEQEAIERIALSKHLKKLRLEEVYVKDDTLQTIIIIYPTSLETLEISRSNIPFQKGADFRNLKDLSLCLVESSLDNLSTC
EFPSLKRLNLRYCDGLKESHISIDAPNMVCFGYAGCFIPSISFTTTSNEWNTYICLDSNDASSNWFVKLKALLESLSHSN
ICLAIDDNNPTPFDEEHIIHEILDDDGCGEPIAVECLQLNAGLSCFSTLLNGLFRICRPASIGDIVFKSWEMKVAEFAWN
SLMRRESRDRHQFRHELWLRDLERASLEIKEIGREEWRSITLSDLPNYRPREHYRTHFALKWRQS               
>Mgut_mgv1a024875m                                                              
MAVEQDESVHFPLEMIKIIVPKLPVKSLFRFKSVSKSWNTMISDPTFVKNHLQISKHSNPHNLFMQKNPHSKGFFPLVKF
EDRKFRTVKLLECPCAWDKFLAFCDGLLLLSDISYKKLTLWNPSTRQTTKFEFPYARSCYPMSYGLFHDRTVGDFKVVVI
CRDHYKVYSCNDKAWTRKRRIQGIGLVQIGYGVCVDGVVYWVNRWSSDGTHILYFDTKDDDELKVLRKPENVNLTGKMID
LICLRDSLCMCCIGRGVTNVQIWIKGKGSRNSTWKELMTIENVQTRASCFEPLLHFVGNKILIVWKDSKLVVYNPSEKTF
EEVDDSVLSGRGFFPYTESLFFPNQNN*                                                    
>Mgut_mgv1a004163m                                                              
MAFGCQHAAAVKDISTNFDPDQVISIENAKTESLGAESQHSLPISNLKIGLPSIEASQDHRLCFADLPPALISEILNFLD
SKGLGIVSCVSTSLYKLVSEHYAWKDLYQERWGHPTTAVNFGPGYSNENSWKKLFVDREFRSKVFMGRYTMDTLYGHREA
IRTVFVLVSKKLVFTSGYDQVVRMWDMEEGLSIASSRPLGCTIRAIAADTKLLIAGGTNGLIHGWEVVDGNPHLFDLRPP
QNQETRFQNFRHEGPITCLALDFTMIYSGSWDMTVRVWGRSCLKCLKVLVHNDWVWSVVPHDTTIWSTAGSGVYIWDTNH
GTQLGVINSAHFGNTYSLARSHTGKLLFTGGEDGSIHMFEVTRNVIKCNARRIASWSPHTGPVYSLAFEFPWLVSASSDG
KISLIDVRKLLKKTGRSSKDNTFGAKHLKNQKNVEPPQRMLHGFGSNLFSVGIGADRIVCGGEDGVVRIWNFSQALEKEE
RARNLKGIRLENRMRRNKIQVEMGGKGSQGEQCSVAAKKNQINSNRSGWHNKRRVSWKVKA*                  
>Mgut_mgv1a023417m                                                              
MTTESVKKSSSSSNIPPEIIEIILSKLSSVKSLLRFKAVSKSWNTLISDPLFIQNHLQSSNNSPNNNLFISSYTRGSDSR
GFPLADFEVRKSDAGKISEENIPNGYNSILCECKGVLLLSNRVKYALWNPSIRCEMFLIYKYEFKEDYIVDYGICYDQIT
GDFKVVFIFPTKYAIYSCNNNSLTKKNLGTSYDTIGGTGSGLGIFVDGATYWILSDNTISIHLVYFDPRTDEIKRMQKPD
QRQSDDDKFRLMNIASLRGRLCLYFYNKEERIAQIWMKEKGIDKWKEFITFHNFEAPYKLSRPICLVENKVVIQVEENIF
VYYSTSTDKSVNKEFVHIYADRLSLMRICS*                                                 
>Mgut_mgv1a019190m                                                              
TSYGRTRKPPPPPPMKTSKADRISHHLPEEIIEEILYRLPVKSLLRFKCVSQSWRSLISTKQFVETHLQHSKKIESLTDK
RIISTCKNSSKSSPGRLKACSLSSLLTEPVTRAVSFDFFPLNSSRDIVIVGSCNGLISVLVDACRFFLLNPSTREFKELP
DFFTGTTCPKNLGSISGYGFGFDESRCDYKVYAVFTMTTPYDRDVGFPSKSVARVYSLKADSWGVNVFFEDRWTIGQGKF
VSGKLHWINYYKTKLKWEIVCFDLTNESFGTVERPSCMEGCYIPRLGVFKGCLCMSFDCALTVGSDILIWNKYGAEDSWS
ELLSISYLSVFGNSSFTRMFNRVTPLFVLPSGEILFTSGSDFLIYNKKDGCVKQRHTVDFDCDRFREAEAYTESLVSLVP
DNIAFF*                                                                         
>Mgut_mgv1a020305m                                                              
MKKAKREDEGNNSRISDLPKDILHRILYFLSQEDAVRTSVLSKSWRYVWCTRPNLDFSDNNFKGNKNNFLSIVDKTLQLY
CDQNLCLEEFHLSISLTYHWDCTSVPFLDKWIPLLATMGVKKFRLSIVSNHGSRMTRNLPSVVYKAESLNLLRLERCNLV
QYIPENIPFVRLQVLRLQTVSIEQQIFDKIISSCPLLTTMWFQECKGLTTIKLETKLHKHLKHFTFISNDRYIEEKRCIE
IDIPTLETIRINGSKIRVNIRKFGNLKSLILKRVEIYNINSIELSDRLLIDDAPNMEYFYYSGLLIPSISSAPNCRESYL
KLFIWDDDDSQSWFPRLSKLLHALRGSEISLNIFHHSVENMPYVQHEFIDGGGDNNKPVAMEHLRLSSDHVRSLVPLLNG
LFCICRPRNVDPKWLEVGPEYKESERKELSEFWFEIQEMKESGSREIWQDDLEDLTIESFDSSRKIWQPFLVQATRLSEE



SAFFPDFG                                                                        
>Mgut_mgv11b008867m                                                             
MEPSSSGSAEATPPWLDLPREITAAILQKLRTVEILTTAQKVCTTWRSVCNDPSMWRRVDIHGSEDTWEMPLDLDKICRH
AVDRSSGQLIDISIEYFGNDDLLLYVSQRSSQLKRLQLVNCYGISYDCLIEAIKNLPLLEELHLYYIYTIPETIASIGRC
CPLLKSFTLNSHRSKHVVCDLEALAIAENMPGLVHLQLFGNRMTNEGLNAILEGCPNLESLDLRRCFNVLLCGDLGKLCS
ERIKDLKLPHDSIDDYKFRDTEIISDEASDDDYVSGFSDMDMVSDYEDYLEVSGGEYDSEDELWY*              
>Mgut_mgv1a023850m                                                              
MDRISELPKHILQRILYFLSQKDAVRTSVLSKSWRNIWCTRPNLDLSDINFKKFKQEFLSTVEKNLQRYCDRRMCLEEFG
LRMFLGNHESVSLLEKWIPSLKNMGVKEFRLSIYWKYSRQLPSVVFEAESLQDLHVEGFMLDQTTIGRNVLSKHLKNLHL
EKVDIEDGVFQKIISSCPLIETLSLESCERLRNIKVNTLLRLKKFYFESAPHEKCSIEIHPASLETIKIEFADVSFPKGA
EFHSLNSLYMNNVILSSFDDFSSCKFPSLDNLVISYCDGLNKSREETHLFIDAPNINTFQYYGFRKPSISFATTSR    
>Mgut_mgv1a021145m                                                              
MSIEHHTSNLPNEIIEIILLHLPIKSLLRFKSVSKSWNSIISDPVFTHTHLQFSNSPHLFLIKNRSFQGAFSLLKLEAKK
FHREAVLSGPYGWNTVLCHCNGVLLLTDSYFKPTCYALWNPSTRTETYFTFRYTFYEDMNYGICYDPAIHDFKVVFAAGK
NYAVFCCKTDTWTRRVGFPFKGTHSGVFADGAYYWVWRDKEDVRHVVYFDSRIDKLKRLQKPKQLTDEDHVSVACLKDSL
CLYCNALGDETKVRFWIKEKGSSFKNCWNEFSASWMLNL*                                        
>Mgut_mgv1a020990m                                                              
MDILSELPKEILHKILYFMSQKEAVRTSVLSKSWRNIWCTRPNLDFSDATFKGNKQDFLSLVTRCLQRYYDQRLCVDEFH
LRLTLVDYLDYESLVSLLEKWIPLLTNMGLKKFCLSLNSELYSTYLRLPSVVFGAESLQDLHLENFVLDQKTIERIVLLK
NLRSLRLRRDWIEDEIFQKIIGSCPLIETLDIERCARLRTITVSDLHHLKYFSSSDMYDSIGELCPIEIHPPSLETIRIR
FGNLRLHKGADFRNLNELYLLGANLSWDHMSSCKFPSLKRLRIDTCDELKETELFIDAPNILDFEYDGDFVPSISFATTL
NKWCSDINVAYMRLNGAPSLWFLKLNEQLTSLIQSEISLTIDLFHMNDIEEVIRENINLVRYISGGGGGNKHAAVAVETL
SLHCNSLMNLSLLHLSHMSSILSSVFSVCRPRNINVDFCIGSKEDRDRIECLWKILRERESGRDEDDRFIQLWSQDLEEV
SFEIKRWYPVEEWRLIPLSDFSNYRGKGYDRIRFALQWRGLP*                                     
>Mgut_mgv1a009429m                                                              
MAITEEHRRIRRRKSSSRIDRISDLPDSILCHILSFLPTKSSVATAILARRWRFLWAYVTTLDFQYQNQEIIHRVMLQRR
AHTLITFHLDYDTPCSSYQLETWIAFATARSVERLDLYLQEQDSSDLGDLPPCLFTCKTLVELTLDTCGVIPLNASVYLP
RLKKLRLIFVQYEADESLPEMLAGCPVLEELEIELFDDMVCCDVSSPTVKRLALNFINERNGGRAGRLEINTPALEYLLI
NDYFLDHIKCGSCKELRGWMEPPQQVPTCLSSHLRIVKFAYLHGRKHDFEIIRYLLRNARVLEMMEISYSVCLDSDAKVE
ILEKITRFQRGSTSCEVDFIRS*                                                         
>Mgut_mgv1a025233m                                                              
MVKKQKGSISNIPPEIIEIILSKLSVKSLLRFKSVSKSWNTTISDPVFIRKHLRNSNTSPNNLFLKYTTTKPGFTLVRLK
DRKLETEEAVIDSPYNCNAVVLCECDGMVLSWCGSSTVYSKYVLWNPLTRSRIDFHCPYGYDQLEPFESHKFAIWHLSSR
AKVSAGICYDAVTDDYKVVLVSRTKCVVYSCRDSSWKVNKFGMRKYHGAGRSGVSVDGAIYWFLGRNLVKFDPRNDELET
LKKPKELYNIGANGRFYDLACLNCKLCLYWNGETSIRLWTKEKGIIGNNPNWEEFAIIEKNVGCFPTRRLLEPLCFVGNK
ILIGLSCSRFVYYSPSEKTIEEFEVDGGDVQEDCSRLLPYRNSLCFPAKTRPVSE*                        
>Mgut_mgv1a021531m                                                              
MNWGKCNSVYTNTRTRPYYSRRCKSSLTKFDSLPDELVFEILLLLSPKDIHNGARLVCKKWYETVHTRIFRYEHIHRSTV
GILILKSYCEYPFFVAMREGRVEVSKLRYKFGIESTVWSSCNGLILDFDSKKRKALYTLNPATKRRFYLPQFPSQWEDHN
YYYSGIAYAEASMEYKVVRTYYSCSKRNCVILTVGVDESWRSVDAEHLSDAARKSLRDIPLTTDGFVHWFGRNDVVTLNV
ETEFLTENAVPRGYGEGLNEYSWEVFELILETGEWRKMYTIDLARQRCKIERFVGECCGTLTNYDFGTTNSRKCKNRNFG
NENEN                                                                           
>Mgut_mgv1a024186m                                                              
MDRISELPKDILHRILYFLSQKDAVRTSVLSKSWRNIWCTRPNLDFSDATFKGNNKQDFLSLVTRNLQRYCDQRMCVEEF
HLRISLRDHLDHESSVMLLERWIPLLINMGLKKFCLSLHSELYSTRLRLPSVVFVAESLQDLHLENFVLDRKTIERIVLL
KNLRSLCLREDWIEDEIFQKIIDSCPLIETLDVEGCLRLRTITLNNLHHLKCISFSEMYDFTGELCRIKIHPPSLETIKI
SFGNLMFHKGADFRNLNELYIFDAKLSWDHLSSCKFPCLKHLCIDSCDGLKETQLFIDAPNILDFKYEGDFVPSISFATT
LNKWDSEINLTHLHPNDAPSPWFLKLNELLKSLIQSEIALSINRFHMNDIHEVIRENISSGDNKPEVETLSLRCDSLMKS
SPCHLSHMPSLLNNVFSICRPRNINDYFRISDNEGMERIECLWKILVEGESGRDEDDQFRQLWSQDLEEVSFEIKEWYLK
EEWRPITLSDLSNYQEKEYGRVRFALKWRGLQ*                                               
>Mgut_mgv1a025748m                                                              
MAIPELYQEILIDIFLRLPAKSIGKCRCLSKPWRAFLSSPEFIKSHLARNSHKQNLLLISAANSIHSIDTIKERTNSAKI
KLRSDWLEFVGSCDGLILLVNKKGEIFLVNPVTLQQRRVPNSPLSLKKRFSFTVHGFGYDSSTDDYKIVTLSYYDPECEY
EPDCVDTFVDVYYVKKGFWRRVENSPYDHSAPDRASGVLLNGALHWLASSPGTGYPSVIAAFDLAREVFDEIPAPSGMNM
DFVFNSLHVRGGCLCMVDYQCNARKSIWIMKEYGLAESWTKYGIGWYDGILKPLCFVGDEEFVLITHEALVVHNVKDGKS
RDMVVDGVQDAFIDGGIFVGSLLSPTFS                                                    
>Mgut_mgv1a020306m                                                              
MDKISELPEEILQRILYFLSQKEAIRTSVLSKSWRNIWCTRPNLDFSDDTFKGNKQQFLSVVDTTLRRYCDQRLRVDEFS
LHILLRVLDHESVSLLEKWIRALAVMGVKKLRLSNSWERISGVVDLPSVVFEAESLQDLRVEGFILGRMGIERIVLFKHL
TSLCLKRVYIEDDVFETIISNCPSIETLEVNECERLKNIKANRLHNLKYFTFSKLGAEDCSINIEIHPPSLETIKINNGN
PWSYGGGYFRNLKDLYLWCVAASLDHLSSCKFPSLECLKILSCNGLKGINLFIDAPKINMFAYGGSFIPSISFAPTTSRK
>Mgut_mgv1a021121m                                                              



MEEDDQKPQLQVAAAPPPPPAAEPTELAYIPDCIIEEILTRVPAKTVFRCMAVSHPWLSMLDNRRFFQKHHSLSSARPLV
VFSDPLGGKANRILHLYEGRTSSDFEPRTRSLSTRIDFPDIARGRCTFLHDVNTLVTSCKGLVCWATHRGAGDVVISNPI
TGEYVLANTHARGRNSLREVASVFIGLGYSRRTNSFELLKMTLGLLDPIDFTMGWYPELLALGAKSSWRPAGEASEFDFS
RKVCDLVNVDDGTVYWRYKEEPSICSFDFDRTLFRFVDLPEFEGPALKTVSLGVLDSALCVSFVSPDDSHVELWSARTVD
NGGAHGVGTAWKKLYHIETVTTMLENSGRVWSRGAYQPVMYVEANKILMHDWRTNFLMYDEDNKKTRYPI*         
>Mgut_mgv1a006862m                                                              
MEITKKYRRNLSIDRLSELPDSVLCYILSFLPTQKSVATSILSRRWRYLWTDVPNLDFVDENQGTINRVLSLYKVQKIKS
FCLADEIDCDDYQIGTWITFAIERNVQNLDIWRESADVFLPRSLFTSKTLVDLRLNCCAEFPNIGSAVSLPLLKKLHLIF
ISGYESLPHLLSGCPVLEELVLQLSFEYCSFTISSPTIKKLEIDINAEIPEDLDEMHYVDYSLEIDTPAIVYLKLFDNAN
YHIKFGSVASLTEASVHIQDYSNDFLYSRSVVQLIQMLRNVRCLKLHLSHRAENIHSVFAARTISFRNVTKLEMTTDCLF
LPKLLENADNLEILILHEVNEKIDRWMEPQQVPTCLVSRLRTVKLFRFVQTKRKFKAVKYLLKNAEILEKIEIVYPCYLT
SKKRIYMLDKISSFERGSSACEVVAYVG*                                                   
>Mgut_mgv1a026385m                                                              
MDTLLCDELVQEIFNRLPPPSTPAVSLVCKRWRRLLRSSTTSLSLHFPPPYNPTTITSFSTFLTHHPYLSSLSLAGGAAE
DPLIAAASSCPNLRRLRFWGTPITPSSLHTLSGYCIHLSSIAISISRPLSFNNWLPYFTSLKSLSIFITNSYTETNHNNN
SEVKDSIFDHMGLSLESLSLCGILPGDYELSFLWNNCKKIKKLQFKSCESVGDYSSFSSFLKSLKDLQELELRTCRSIVD
VILLKLAETCVSMESLLIYDGGSREGLLQFINRSKCRLKRLDVRLPLDLNNAHMLALSENLNFSGLACLRLQSCCLVTGE
GLRSLGRTIANGLDELSLINCDVVERESGLLTSLGQILKRLRKLDLSYNHTLLDKELVSMLASCNNLVELKLRGCNRLTK
TTLSSLVRSCKQLQFLDIMYCSRIEVEAVEWFLLNSPPLRRLEVEQSKLSEGAVKRASSKFIEIVS*             
>Mgut_mgv1a005787m                                                              
MSTDGQNTDRANLVSRKRKTLDCDSTMAKIASASVGHDDGSDATDKSFSVPGFLREFLMEEFGGDGGGSRHRKLMVIATH
TIMLECGFLGFDEKSNAVVNGFRPPRDWPPSGDPFAMSLFYTLPESNNRPRDGESVKNVVLEFESSGEFITVSGRLDIKP
GMKDTDMVESEKKDTDLVESKTESEKKDTDMVESETESGKKDTNMVESEKEWEMVESEKESEKKDTDLVKSEKEWEKKDT
NMGESDKEWEMVESEKESEKKDIDLVESGKESEKKDTDMVESGKESEKKDTYSVRMKEDQLIPFANIVIENKIGGIDKRT
SPGKEVFTFWRTIKDDLAVPLSMDLRYGSSNYFMRLSTKLKLKILESLSVADLANVGSVCHELKCLASSDKLWKSKYEDE
FDDNKKDARVSWKMAYRMARYGLSNAELAFGVVAPYELQPYPYPFVVPSDTNAERDMILRAQTYDRRRRR*         
>Mgut_mgv1a006162m                                                              
MRDFPPPVRQPPPPAGHRRRDVSLAVGVMGPKLDIVPTLMANKEARNSKVSSTTNYLESLPEELESEILLHLGAEDIFKA
AMVVCRKWYRMIHTHNFIYSHLQNSTPGILIKYSAHRSYPVFVSMVKGKIEISKIDYEYRCRCWSSCNGLTLEYHPATSS
AFCILNPVTKQLFELPPFGDFDLAYCACSGIAYAAASMEYKVVCISGHPDQRTSTPAAMLGCAILTVGVDKSWRRVDVQH
LSLEAKELFKNTPLTTEGFLHWTSRQIGMRRMLTLNVETEIITETRVPRGGFNNRKGKESRYYLSNGRSLSVVIACSEFS
WDVWELKKPKIGEWVKTIRIDLEGQKSKFENLRHKYPRPLIIEPVAWLNYDEGLLVRVLHPDNFASEDCFVYNVGKQEIE
VLDLTEYYICTRFLVHKNSLVWLDTDTIWSRQPDRRPTPIRLQRSTPALFTCTI*                         
>Mgut_mgv1a022892m                                                              
MADNTSYLSPEIIENILSRLPAKSLLRFKSVSKSWNTMIADPVFVQNHIRQSKHSNSDNLFLYQDAAFCSCTIYKLGDQK
IQTSQEIESPYISWYELCFCDGVILLTDGTYRRFVLWNPSTRTSRKLWHKYRCRYAAFGLCRDPTTDDFKVVIVDKDYYS
VYSCRNKSWIACRNEYKIEHTGLSMCAGCNIGGVSVDGATYWVFRCRNSIRIVYYDPRDDKFEFLQKPEDDVVNDNRWFY
VVELRGRLCLYYNSIDDESTIQIWTKEKGIDGNSWNKLMTVENHVEMSIWEFHPLCFVGNKIVILNRDLRTLLVYDPCKK
RLEDFEEDTAEMFGFVSVSVPIPYVDSLFFHTETPRPKAKGKLKRLR*                                
>Mgut_mgv1a021762m                                                              
MHQLPVEIWEEILSGLSVKDLLRFKSVCKNLNSIISGQHFINLHLKKSISTPSRHRIFMPRDDESFRTVEYSRDLQGGGG
DHIDFQTLPRPKEAIGNFVGTCDGLVCYLDTITMRICVSNPSLRVSKTLDLNVNRRYCPALLFSWFGRESSDDEYKVVLG
IRSYDGKSNCPKYHMHLIKPFSDNCSSRKSIREVDGRLELIWYFGEGILLHGIVHWISYDRVMHTDHYVMFTYDLCLESV
GEISMPVGLHIWHGVIGVIDGCLSAICNVYRGDFAIYEVWTMKEYGVKESWTKLMNLSGRCDDLISASWHLRLVGVTDDG
DLILSCIPKHHLLIFKVAEKKFEILTSNGHWFARMFVESLVFP*                                    
>Mgut_mgv1a019995m                                                              
MDRNDSVDRFSFLPDALILIIITCLPFKEAVKTSVLSKRWLRLWQSTGNIDLDENFFVKAGSSGETRATQRSHFVAFLRF
WTENYTEPKVKKYRFVYSNSPDFHLPAVQHCIKFAVDHRELTSLDLDFSDPDWDEEDISVNPQTPPHLPAITLDKHAVLN
SLRLSACNFRVPQSITFSGLKNVCLAWMKIPGSSLYKFLKLCPSLETLILRRIWNVGSFDIEAPNLKFLVLDKLSGPEFI
SVSAPSLSFFQYSGLSVYLQMEYNRTMTEAIFDFSLQPTWDEEGDPEMLYNLLSEVWSVKVLTVCSYMLQVVPMAENSLS
LQPRLENVTRLVLKTQLHIQEYYGITFFLNSCPRLEVLSIDIGPKKIFEDWRPPYGMREHPFSSNLWYPACVESTLKKIE
VKGFKGDDNEITVLRYLLKYGKVLRHLHIGLSKERGADGIDMESTYRENIQKLMDHISSPHLQVYVV*            
>Mgut_mgv1a022846m                                                              
MDSKKNIKINDDLLREILVHLPPKTLFKFMTVSKKWKFIINDPTFLEFHSNKQRGRSSAVAGDDGGRLLALFQLTTKHLS
GRYRRRPSEPAMNILAVFPDGNPEIMCVEKELGYFINSSEGLVLCGRHSSKYHVMNPVTKKWVPLPPPPRHRLDQQYYRD
WTIGLMVTAWEGDNSYIVVRAALTDDLDQLLPIETYSSKTGEWVPSTLVGTGEFVLHPLPGAPLVANGVFHWYTYNWQIA
LYDPSDETGHVQLIKIPYLDGAREEEDGRMSYKRKKTIPCREWELVHDIDIESLGVFFHVPDPEKNRMDRIRLECFVPDW
YPLVLVLRQAEKIFLYNLGSNTVEWVPYYGWKWMNRCSISKGLPYFLL*                               
>Mgut_mgv1a023169m                                                              
MGSMSSKRSRVDKRSKTMHGDLPEEIIEEILLCNLPVKTLLRFKCVSKQWRSLISSKHFVERHLAKNSSSLDHRKLVVLH
PDLPNRSFRSCSLQSLHDNSNITSFDHHPLDDLIPLI                                           
>Mgut_mgv1a008371m                                                              



MGGTEGLDLIFEEVFGFGAVQNMNQSYGGGGEIGGGGLSISEWKDIPAELLLRILSLADDQTVVVASGVCHGWRDAISWG
LTHLSFYWCKKNMNNLVLSLTPKFTKLQVLILRQDTPQLQDEAVEKIASHCRELQELDLSKSFRLTDSSLYALARGCPNL
VKLNISGCSAFSDSAVGYLTGFCRKLKFLNLCGCVKAATDRALKAIGYNCNEMQYLNLGWCDRIGDEGVKSLAYGCPDLR
ALDLCGCVLITDESVVALANNCLHLRSLGLYYCQNITDRAMYSLAQSRAKNRVWAPVKKTRYQEEEGLTNLNISQCTALT
PPAVQALCDSFPSLHTCPDRHSLIISGCLSLTSVHCACGVQGHRSNTTAIPHLAH*                        
>Mgut_mgv1a024083m                                                              
MKKAKGEYTSSDSVDTISELPKDILHRIMYFLTQEEAVRTSVLSKPWRYIWCTRPVLNFSDAAFKGNNQEFIDVIDTNLQ
RYYDQRLCVDEFHLRISKGYLNHESYRFLEKWIRTLAVIGIKKFRLSNRTENGFVHCLPPVVFEARSLEDLHVYGRIVFS
KHLKKLHLEKVYIRDEDFHKAISSSPFAAIETMSLDSCKGLRNVDITNLRNLKNFSFRTKPLAYDHDERCSIEIHPPSLE
TVKITHCDLWFRRGADFCSLDELYLFGVKSKLDQLSSCKFSSLKVLTMHYCYELKETKLFIDAPNIVKFRYIGEFIPSIS
FGTTSSRHWSSRIHLLPKNGASSSLWFRKLKELLDSLGQSIFFLFIIDNSENDEGIIIQDGGCEKKHVVVENLGIQSRLS
STFSSLLNGAFSICRPRNIGGYDLRKDIDDIECVQKILMQRESGNQFDQFSQMWFRDLEDVRLQIYDKNRNEWITTSVSE
LTNFKETEYNYIRFALKWR*                                                            
>Mgut_mgv1a010423m                                                              
MSDIPSDLLKEILRRVTGEPLLRFRTVCKEWRRIIDDPSFVRIHAHTQISSNTLLIRNSTTNTLLYSLNLDTLNHNESKQ
TIEVTAVKPFSRSGATDVPNLPAPSCHVVRIDRMRTTDSTTTVHQTSIYSLKMNCWRMVKDCPYDFPGHRRPGVFLNGAL
HWVLENKIVVLVLGTEDYRELPMPTKPGESVGQLVEGWVMNDYGVEKSWTKLFSFTEDFLLDVDVLTPIAYIKSKGLVIL
QNFDDFLLFDIQSNSAKMVTVSGLPSNFYCQIMPQSLFRLGRSFAVDVKSKAAMKRERKRKRMGKPTIKPQAR*      
>Mgut_mgv1a009216m                                                              
MSEIPLELCREILSLLPAEPLLRFRCVCKSWRETIDDPIFIRLHLDRQLLNARDSSNGVGRLILRGDLDNRFYSLPIDSV
NSDTVKPTLLKHTPTHEWTNSPLSSCNGVILISYSKRNYLLWNPLTRDLHNLPPVTTMSKKTRGLYHSVSGLGYDSASND
FKVVKIAQIFDPRDRSLKSETMLYSLKSGSWRKINDFPYRISRLSGAVFLEGALHWISEYRLLPLPFDVYGYEKPLAKHL
SALGGCLILCCCSRVERLDVWSMEDYGLENSWVKLFSVGVSDFVGLVVTLRPIAYSKRRGEVLLQHDKKEFVWFDLETKL
VKKKIRIHRQPTMFSSLFSVASLVRLNSR*                                                  
>Mgut_mgv1a024120m                                                              
MVFEIIARLPAEDIYNYAVLVCRKWYRAIHTRNFVYSHLRQSTPGLLVQTLCCGNSASFFVSMSRGRVVVSEFGYELRGG
TWASCNGLIVEFDYWKDALHITNPAIKQHSTIPLFSFPVASHDCHCIAYSAASMEYKVVVAYRIKDGNSRVLRLAIRTVG
VDESWRHVCTEHLPNDIEANTPFITEGFIHWPSRKTHVLTLNVETEVITETPVPQGYEKRYKYYLSTGKSLSFIINCSEF
SLEVWEMKSETREWTKMCNVDLEARKSKFEHLYCRNDSSPFMLVPGGWLNYQEVLVLCVSHKTRVCIAYNLRTQEIGFFE
LGYD                                                                            
>Mgut_mgv1a024023m                                                              
MSRRVRRKVVRRGVEKVDFVEKDELDWTRLPDDTMIQLFSLLNYRDRASLSSTCRTWRTIGKSPCLWQELDLRAHKCDPT
ATSSLASRCKNLQKLYFRGPDSADAVISLKAKNLKEISGDSCRKMTDSTLCVLAARHEALECLQIGPDFCERISSDAVRA
IAICCPKLKKLRISGIQEVDASAINALARNCPNLNDIGFIDCRKVDEAALGNIASLRFLSLAGSTNIKWSLFVLPHLIGL
DVSRTDISPSNVSRFFSSSLSLKVLCALNCPLLEADPTFVYNNYNHKGKVLVSIFGDILKENETNIFLHWRNSEKDKRLD
EVLNWLEWIVSNSLLRISESNPPGLDNFWLKQGASLLLSLVQSSNEEVQERAATAIATFVVTDDESASIDPLRAEAVMQN
NGLRLLLDLARSWHEGLQSEAAKAIANLSVNAKVAKFVAEEGGIGIIVNLARSVNRLVAEEAAGGLWNLSVGEEHKGAIA
EAGGVKALVDLIYKWSQSSCGEGVLERAAGALANLAADEKCSTAVASMGGVHALVTLARNCKIEGVQEQGNIELWWQFKK
CSNDKLQHLGLVWSGEITHD*                                                           
>Mgut_mgv1a026703m                                                              
MATTEQRGGRKRRKREKIDRISDLPDSVICHILSFLPTKSSVRTSILGQRWRFLWAYVPILYFHREKKEFINGVISLHKM
HTISTFRLLLRKKHYDKHQHIAWVTAAVNRNVRNLYLVSLSNYYMPLPQHLFTCKTLVELVLNSCHVTLPSCPVYLPRLE
KLHLISVRFEADNESSSLPHLLSGCPVLEELEIECSLNFFTLSVSSPTLKRLRIALEVGGGDDDDVTKLLELNTPSLTHL
QLGNCFFRNIKSGAMTSLIESDISLCSYEGDEEEIFVYSRLRLEFIDRLCNVKSLELDLSRFTGRIVDSVLSAWSWTMSF
HNLTKLDLTADCRFLPKFLESADNLEILIFTE                                                
>Mgut_mgv1a022211m                                                              
MAANNVSMSKKQYYTSDLPLEIVEIILSKLPIDSLLRFKAVSKSWNTMISDLVFVQNPRNIFIPRCGNMGCRKQVVCSCD
GVLLVADYFKRRYVLSNPSTRAEIKLRFPYKFSNNSIFHGLCRDPTNGNFKVVILTPKYYAVYSCTNNSWTDKKEYPSNG
RLLFNKREVIVNGSTYWIWRRDNNVEEILYIDPRDDMFKFIKTPKNVEHGKRIYVVSLKGFLCMYCYGRDETEVRIWIKG
KGLDNNSWNELMTVENVRASIDTFRPLCFLENKIVIRVEVKEIAVYDPCEKTFEVLNECRYFHDFGLIPYTESLFFPRHV
FLCRI*                                                                          
>Mgut_mgv1a007194m                                                              
MDRISDLPKDILQRILYLLSQEDAVRTSVLSKSWRYIWCTRPNLDFSDSNFKGNNQQFLSTVGNTLQLYSDQRLCLDEFR
LSILLVDHEWVSLLEKWIPLLADMGVKDFRLSIPSDYSNREFIDLPVVVFKAESLKSLHLYRFNLGKNIPENILFVRLQV
LQLSHVVLHERGVFDKIMSSCPLLTDLWLQECKGLETVKLEKKLHKYLKHFTFINRTNHAGCSIEIDVPTLVTIRIIGCK
IRFNCREFSNLKIITLREEDARSWFLGLSKLLHGLRRSEISLSIFQFATNNVHVVEDEILVQDIINGGNKPVVVLCLELD
IGHLSSFSSFLNGLFCICRPSYLIPRWVHGPWSKERKAKELDEFFCKIQKMKESGNEEIRRYLEDLTIEGFDKEFRVRLQ
WRDRDCECNSKLSES*                                                                
>Mgut_mgv1a024596m                                                              
MQQLPVEILEELLSWLSVKDLLRFKSVCKNWNSIISSHHFINLHLKKSISISSSRSRIFLPHDKAFRTVEYSRDPRGGGD
RIDFQTLPRPKETIGTFIGTCDGLICYLDIKTMRICVSNPFLGVSKTLDLNVDTRFCTTILFLWFGRESSDDEYKVVLGI
KSYDGKSNYSKYHMHLIKPFSDNCSWKSTREVDGRLELIWYFGEGILLHGIVHCLLYDRVTHAGPTVDYVVFTYDLCRES



VGEISMPVGPHFLHAEIGVIDGCLSAICNVSRGNSAIYEVWTMKEYEVKESWTKLMNISRGCDYHMSPYWHLKLVGVTAN
GDLILSCYPKHRLLIYKVAEKKSEIFTSNGHWSARMYVESLVFP*                                   
>Mgut_mgv1a005881m                                                              
MMEGVAMLRQLIGQLQEVLELYGSPPPTVPSNYFIQFQPQPQQPSSEQLLPLRWCYFNLEGSSLQDSCYNIIMTAGKSEN
LKMLEPGKPPPTKKARKGRGKTTLTTTSNSDDNMEQQIWQEFPQDLFEAVIARLPIAAFFRFRSVCRTWNSLLNSQSFSN
QCSRVKQSQPWFYTITHENVNTGAMYDPSSNKWHHPTVPALPTKQIVLPVASAGGLICFLDIGHRSFYVCNPLTRSFKEL
PPRSVKVWSRVAVGMTKSATSAYKILWVGCDGEYEVYDSEKNMWGRPGNIPGNIKIPLSINFRSQVVSVGKTVYLMRSDP
EGILSYDMENGVWGQDVIPVPPHVTDQVLAEGGGGRVVMVGLVTKNAATCVCIWELQRMTMLWKEVDRMPNVWCLEFYGK
HVRMNCLGNKGLLMLSLRSRQMNRLVTYDLESGEWLKVPGCVLPRGRKRQWIACGTAFHPCLTALA*             
>Mgut_mgv1a026302m                                                              
MHMKLGPGGAKKVKRDKDLISQLPDDILISIISCLSTTDAVRTSLLSRRWRNLYRFLPLEIKLDCYYLLKHADFGIKTSI
SSQRWRSVHGFLSRIESLCGNFLAENSLHNPKLIINSVDEFLKLRSGSKIHSFRLHCCLDGSVNDRFEHCISSLGRLGVE
ELCLTCCCSYSDTSDLSFSCHLFSEMPSLKYLRLSKCSLQPSSRIQYNSLQTLVLMFVEVSRGAIECILSNCLKLQSLSI
NCCKCPHKLSVRGPHLELKRLYIDGCQGVGEIELYASNLILFQFDARKMVNLRFDHVPQLQSMILYVVENIVPYVFGRLP
IDVPHLKSMHFVTAGDSLQVSNGHTGIDTLSNLRRLDVNMNLSKMNLLSLVLILRRCPLLQEFGLNTNGMGNEPEVEEQP
IVFHSELKKMEIGGFNGTKNEMEFALYILKSAINLVEMHISRCCKVYLKSREGPGTWISIQRIPWSKNKYKTIHERLQGQ
AVSKTAQVIIQ*                                                                    
>Mgut_mgv1a025112m                                                              
METRSAKRKKLSINAPITNEEEEEEDRISDLPDDVIHHIFSYLPIKSVAQTSLLSKRWSSIWRSFPDLDFTTVAALTTTT
NPAAAAALTSITTPAALISSLRRRVQHHVSKDAKYADQISALIEKRHSDIRAVKFRAFVTFSTLNRLIRNSVKRNVQELD
VEVFTCDYFNFPRIVMNSAALKTLRLKSWHPGFRLPPLQIMKEGLKSLSVLSLSRPILHDSPSLIDLFTNSSFPSLKKLH
LEACFGMTHLKIECPALEDLCLEHNFQLHDLEISSPKLEKLRVFSCFDASSNSNISRVKIEAPLLKNIVWSYNAVTQECV
LNKLTSLHEAVVGFFVPNEDLNAAKFRSVSNFLTGISCCKSLTLESQCIEIMSKNDRVSMCSFGKLKCLELSTGFEKHNN
SALAGVFRSAPTVNTVTIKILGDDKAERRQWNKDLWQSPSSGEERYWESQTQYLNSFLRHLKEVRIFGFTECANDVSLVK
FLLKHGKVLQQVFIFTSLSKPRDSLLREKIKSQIMGFSRASSNANIVFK*                              
>Mgut_mgv1a026585m                                                              
STTTSTSATQRAPSRAHEQEPHLPSEVLEEIFNRLSLKDNIRASVVCKSWQSPAISVRKANTPPWLMSYPKSGDLFEFYN
PTERKNYYLDLPEMRGTRICYVKDSWLLLYKPRTLRLFFFCPYTLEKIKMPKLQLSDHIVAFSAPPTNPDCTLCMVRHVE
REAVAISTCRMGENQWTTLTYECDPPFHSSMWNKLVFCDGIFYCMSLTGLLGFYDPIERTWNISTVPPPHCTDCLHLENR
WRSKFMAEYEGDIYVTCTCALAEPFVYKLDWVKGVWDELVSLDGRTIFANYVSSCVRSELVGKLVGSVYFPKVLFYGKRC
ITYRPEGDRYSPKDDVYDWTEMEGFRSAWIEAPKNVDKFLEGAGCKEETTVIEDDDEDETLREDKSSETEVDAATMPIRE
A*                                                                              
>Mgut_mgv1a024188m                                                              
MVRKLAKTSPSNIPPEIIEIILSKLSSVKSLLRFKAVSKSWNTIISDPLFIQNHLQSSNNLFLRRNITDRGFPLVKLEGG
KIHTEGISVENIPNGYNVILCDCNGVLLLTDRCRVNKYALWNPSTRWERHLKTRYKDYVVDHGICYDKITDDFKVIFIFA
TKYAIYSCNNDSWTRKKLRARYRNTGLTLCFDPKTDELKVLQKPEQLSDSEKYVLGYNMASLRGSLCLYGYNYLENSVHI
WIKEKGIDVGNNSNTNWKEFLTVGNFRASSMWFTQLCFVENKVVFQEKSIRFVSSETTVEESLWIDAYGGRFIPYRNSLY
FPTGVKTKTIKAQQSSLILTLD                                                          
>Mgut_mgv1a009914m                                                              
MGTRIEGRISRHLPDEIIEEILHSLPSKSLLRFKCVSKSWCSFISSKQFIRRHLKKSNIDTDRANRRLVSSFRRSPDMVG
FMSSFRGPNTTLDPRYLRSLLNDDIFATLDSEHCCMVDSTYEFLIVGSCNGLVLITIENDHNLYIWNLCTREIKKIRYAR
LAFKKVYGLGYDECADDYKVVCIFFITRKAAFQTEVYSLKADSWKKIEHFDKGSNYLPMCESGMLVNGRLHWLMGHDDNY
LVIMSLDLVEEKYEIVAGPENKHGIHNGTNVWCKHVWCKNVWCVRKVYMVDATSEPVCYVESLVSPFGDKQKDSYWFINS
SSGVTNP*                                                                        
>Mgut_mgv1a024205m                                                              
MRIDELSDLPDSVLTHILSFLQTKDSVRTSVLARRWRYLWAYVPTLDFDGENKDFINKAMLLHIVERVNTFRLLLDKDYS
FHDYPLDTWTAFAIMRRVQNLDLCLRFQVALPRRLFTCKTLVHLSLTSCGAIPKSGAVCLPSLKKLHLIRVRYEADESLP
YLISSCPVLEELLIESIMHLVSCIISSPTIKWLTVQFQFNRYRSYSHDYRLEINTPALIYLNIVDGLSEHIESGPLSSLT
EAYVQVHNDQEKQDDFLYSRSVLEFIDRLRHIKCLKLDLFTDAQKRIKRWMEPQQAPGYLLSRLRTIQLFTIQREIVRYL
LRNATVLEKMVVVYHCALNFEERKYFLHEISAFERRSEVCELAFVNLLDWDFDGEL*                       
>Mgut_mgv1a023819m                                                              
TSYGRTRKPPPPMKTSKADRISHHLPEEIIEEILYRLPVKSLLRFKCVSQSWRSLISTKQFVETHLQHSKKIESLTDKRI
ISTCKNSSKSSPGRLKACSLSSLLTEPVTRAVSFDFFPLNSSRDIVIVGSCNGLISVLVDVCRFFLLNPSTREFKELPDF
FTGTTCPKNLGSISGYGFGFDESSCDYKVYAVFTMTTPYDRDVGFPSKSVARVYSLKADSWGVNVFFEDRWTIGQGKFVS
GKLHWINYYKTKLKWEIVCFDLTNESFGTVERPSCMEGCYIPRLGVFKGCLCMSFDCALTVGSDILIWNKYGAEDSWSEL
LSISYLSVFGNSSFTRMFNRVTPLFVLPSGEILFTSGSDFLIYNKKDGCVKQRHTVDFDCDRFREAEAYTESLVSLVPDN
IAFF*                                                                           
>Mgut_mgv1a019037m                                                              
MISSTLPLDIIIVILSMLPAATLVRFRCVCRSWKELIRDPVFIKEHMRNRASKGTRYLLHVKLEHSIDRTFRFLNDETFE
RSLEIRLPLELYWKSFSIVGSCNGLLCLTVAVDFGTTIYLCNPFVRTYKTINPPSEQSNVKFSLGFGYYDVTNDYKIVRI
ASVMDDDMDSTFQYKVVMASKIEVYSMMTNSWKSIEVDYFPWGWIERKSEALINNSIHWKAVYRSRDEDIAVILAFHMGK
EVFYQIDQPDFEADGDDLMEHIGVFKGDLALFAFHLTDNYPWHEKCHLWVMKEYGVVSSWTKLYSIRVDGGVVSPIIFTN



NDEIIYENGELELSVCRLDSNAVTPLGVDNQGYLSLVTYVDSLVMLNG*                               
>Mgut_mgv1a022468m                                                              
MVSRVNFTRVSYTQDGSNSMDRISDLPKEILQRILYFLAQKDAVRTSVLSKSWRYVWCTRPNLDFTHDSFKGRKRDFLSV
VDEILQHYCNQRLCLEEFRLCISLLGDDSDQESVSFLDKWIPLLTSMGVKDFQLSIIAEQSVRGIIDLPAVLKPEPLTLL
WLYNCNLGQNIPENIPFVRLQELQLCNVLIKNEIVDKIISSCPLLTTMLFLDCEGLKTIKLEKKLHKYLKHFVFCNFKTD
GREKCSVEIDAPTLETIETIRIIGSKVQFHGHKFSNLKDLVLQRVVIFNNSIEQSQLRIDAPNINSFHYSGFIILSISST
PWENGCHIFAPASTTSTLGLYIRDVNDAQSWFLRLSKLLQDLRWSNLFLEIAQSYTNNVHVEEDILVQDVINGGNKPVVV
EHLTLHISHLSSFLSVLNGLFCICRPRIITPNWFMQENWDKEREVKELCEFFRKIQMMRESGNRKIWQHLKDLTIQGFDE
SRQEWQTLQVTQLSESALLPDFDRFQ                                                      
>Mgut_mgv1a023178m                                                              
MSLMSTRIESLPEECLSHIISLTCPQDACRSSLVSCIFRDAADSDSVWDKFLPLDYPDIISNSVSPFFFSSKKDLYAKLS
STPLLIDGGRKTFLLDKYTNKRCYMLSARELSITWSTNSLYWCWKHLLHSRFPEAVELVMVSWLEIQGKINTRMLSPNTT
YGAYLVVQIVKRAFGLDDTPLEVSIEVGDYKMRGNICMNLNECQRQGGYEAFCVVGQRGPCPRGDGWLDIELGEFYNDEG
DREVKMEFKEIKGDRLKGGLLVEGIELRPKP*                                                
>Mgut_mgv1a008709m                                                              
MGEIEKIFPHDIVEQILSNLPVKSLFRFKSVCKSWNSTISDRRFVGLHIEQSRRSSGNQDIFFWGENFYEDQRLYWCRHH
LGWVYRSNDKVAVTKKRDEFLEPKIKFNVVRTLDPVVLCYCDGLALRRFPRVNEKRYALFNLLIGTYIEFTCPYPMRHDP
HKTVYGICFDESTNDYKVVIIDRMHYAVYHCMSRSWSPMQETGDEFPWRRMIHGKGVSLNGNLFWVLKTEELPEDEDKSG
NKEIVGFDPRSEKLIKLPRPKNTKAPLLWMYLTFLEGDLCLCINQNNHQRIKVGVEDAWREFEGELPLPKQGEEDLQLTP
QYETVVKVGYSTTTTGYYRLPYLENLFFSEREHALKKKKKKKNYN*                                  
>Mgut_mgv1a018041m                                                              
MSDYLPEEVLIKIMTKLPPKSLVRFRCVSKSWNSIITSPFFISIHTQQASLSESQIIVRRYSKAQNSEVYSVHHDDKHFS
DEKSIQIEYPFRDYTRFYYRIVGSSNGVLCLLDDLFGQAYSIVLWNPTIKRKLTLPMPEENVASHVMFVLGFGFDVQNND
YKVVRICYIQEDYEYLVPPAVEVYAVKTGSWRTFNGEVPKNCVVEYFWSQVVIYGSVHWVAYRNMGKHDKVENIIMLFNL
SQEVFDEMELPNPLKDELPINLNVVSLEGSLAVVQYDERVGSKSCCIWVMKKYGDVESWSKRYYVDLEGLGLILGFRANG
DVLLTARNRGLLSYDHIMGNSKDLGIFGTKDSFYVGPYCESLGLLVEGKEARERVPSDSDSDSECESECESSVEDDEDRF
GDVEKSEFRMQHSMFQYLSALLKR*                                                       
>Mgut_mgv1a026459m                                                              
MVVEQDESVHLPLEMIEIIVPKLPVKSLLRFKSVSKSWNTMISDPAFVKHHLRISKHSNPHNLFMQKHPNSKGFFSLVKF
EGRKFRTVKLLECPYACVKFLAFCDGVLLLSDISYKKLTLWNPSTRQTANFEFPYAHCCYPMSYGLFHDRTVGDFKVVVI
CRDHCAIYSCKDKAWTRKRRIQDIGLVQIGSGVCVDGVVYWVNRWSSDGTHILYFDTKDDDELKVLRKPENVNLTGKMID
LICLRDNLCMCCIGRGVTNVQIWIKEKGSGNSTWKELMTIENVQTRASCFEPLLHFVGNKILIVWKDSKLVVYNPSEKTF
EEVDDS                                                                          
>Mgut_mgv1a019139m                                                              
MADRSGKPRKRSRECRSSSSSSSKELLVIGDADRLSRLPQEIQSDILCLLPITDAAKVGLLSKTWRSTWLSLPKLAFDYR
TFPEMEKKVKFIDQTLARHSKSSVKTFELHLVPLIKIAWMKFATRHNVEKLVLYGEIKKNKYLPDCIFTCRSLVKLDLAL
HGHVLTFPETVSLPNLRKLKLKHLVLYEPELSQDPFSIFPALEKLSIFHCTIHYTEILSVSSLRLIHFTMVKMLTRGVIA
LTTWPSQREALQLPNVEFLVDFDTGVDFRCLDDVCIKNFGGEAIERMLVRYLLANSSDLTLMTIFMNDVMANGMLSKISE
ILGYEKSSPYADVIFN                                                                
>Mgut_mgv1a018043m                                                              
MEVAKQYSRRRRRNPSIDRLSDLPDSILCHILSFLLTRNSVATSILSRRWRYLWSFVPNLDFDLEVESTAIDRVLLLHKL
QKIDTFRITEGYGYTDCQIETWIRFAVERNVKNLDLHFGYEGWVPPSPKCLLTCKTLVDLRLTNCTVFPVTGVVCLPSLK
MLHLQFYHAYETLPHLLSGCPVLENLLLQLYFNYCSCRISSPTIKSLRINFHYDECDNEDEGEDIYDRLEIDTPALHIKC
GPLTSLLGADINFHNYIDRGFLHSRALVEFIDRLHNIQFLKLDLSHYSEEIAHAAFPAQTTAFRNLIELELTADCLLLWK
FLENADNLEILIFSE                                                                 
>Mgut_mgv1a021551m                                                              
MEITETYRRNISIDRLSELPDSVLCYILSFLPTQKSVATSILSRRWRYLWTDVPNLYFNNENQGTIDRVLSLYNVRNIIT
FRLSDRIDCDDYQIGTWITFAIERNVQNLDIWRQSADVFLPRSLFTSKTLVDLRLHCCGEFPNIGSAVSLPLLKKLRLIF
IRGHEFLPHLLSGCPVLEELVLYLSFEYRSFTISSPTIKTLVIDIYSDIRKDPDEMYYTGYSLEIDTPAIVYLQLFDSAN
YHIKFGSVASLTEASVYIQDYRNDFLYSRSVVEFIERLRNVRCLNLDLSHRAENIHSVFAARTISFRNVTKLEMTSDCRF
LPKLLENANNLEILILREVC*                                                           
>Mgut_mgv1a002758m                                                              
MSEVFDFSDVHTFCPNSKDSNLSFTLGSRVDMYFLQRKRSRISAPFIAGKKSKMQSSIEALPDECLFEILRRLPRGRETN
ACACVSKRWLMLLSSMKKDEMCTSETTRFVGPEIQSNPPKPKEDDDVSRGYLSRCLEGKKATDVRLAAIAVGTASRGGLG
KLSIRGSNETRGPTNLGLKAISRGCPSLRALSLWDVSPVGDEGLCEIASACHSLEDIQFFHCPNITDKGLVAIAKNCPNL
TSVAVESCLNIGNESLQALGNYCPDLKFVSIKNCPLVGDKGIASLFSSVGHVLTRAKLQTLNISDVSLAVIGHYGTAMID
LTLVGLQNVSEKGFWLMGKGHGLRKLKSLTVTSCPGVSDLGLESLGKGCPDIKTLALRKCPRVSDNGVVSFARAAESLES
LRLEECHVITQRGVFGILANCGKKLKAIVLVNCLGNRDLGFRFPLTSRCRSLRSLTIRNCPGFGDAGLGGLGKICPNLTH
VDLSGNKEITDACILPLVESSEDGLVEVKLSGCDKLTDNTVTVIAKLHGDTLDLLKLDGCRCVTDASLIEIASNCMVLSE
LDVSRCGITDSGIKVLAEAVQMSLLTFSIAGCSLVSDESLPFLVELGKTMVGLNVQYCGGITSGAVDLLVDQLWRCDILS
*                                                                               
>Mgut_mgv1a005407m                                                              



MCNSPKLHHPKLEIQNRLQNSNHKTILGFLQFHSEEEMGSSTKIAISWSDLPNELLEKITNCLDTETDVRRLRAVCNSWR
SSTTPFKRFPPTPLKLPFPFAAGGAGGAGTSDPKHDGACFTLTERTVYRVQPPGCNEHPDFWLVKIETCENGKVRMLNPL
SDHEIKILPENPMPKVLNTLDFRLSEVCKSYALHCTNPSEPNQKIDFKFAKKVAVHASVENGEYAIMAIDDKNKLWYIKS
ANQNWTIVPGDYNNFLDIVNYKGKFRGIDYWGRSWFFGSMLEVIGSTYFRSLEASKRHFVDVSDELFLIEECNFPRTPIK
NTAVQIIISRTDLNDKEWVDGRTTIAKLMGKVIFVGDDCSFSVPAPRVKGPLVFYTDRYIFFRTEEEKKRCGPDEGFDRD
YGNEYDDDSDCGYNVFECDCCDSSDDETAAVDSFVPSDDIKIKFRGLHGHNSGVYDFQSGKLGSVLMFPDYANVFWPPPS
WLNRG*                                                                          
>Mgut_mgv1a026810m                                                              
MAIIEERSIIGQKRKSSVVFTERRKRSVVFTATIEEEEEEEESSEIVYLPDEIIETVLSKLPVNCLLRNKTVSKSWNTII
SDPLFLKNYQGESSSSSNLQTVFLSHLLFSTDFDLVKFQDLNIREVQQLRSPPSCPYKMLCYCDGVLLLAHPYSKDFMLW
NPAATESRPKSFISQNHYSFNFNSVLSYLVFSDKYKVGFCTWKEFEEPTMRVPEVVNRCGVSADGVIYWVMCREIIYFDL
RDNKFKILPFSMHDDDDGLFYLTELRGCLCMYRNKGRDKTKVRILIKEKGRDNNSWKDLITIENVETPISSFEPKYFVED
KIFILLHTTTVSSGTQPASLLVIYNPFRKTFEEVQLSKYHDLVPYIHNPSILSSW*                        
>Mgut_mgv1a023472m                                                              
MEQLNLDLLSEILSRLRVKHLIKLKSVCKSWQHLISDEDFIKLHLKKSRSRFAPLKNEYFIPCPRLLPPPDEHGLFACCP
SESTMVLLGSSIDGLVCLFNRKFGIIHIWNPSIRSSACIPIKKPDDKIKWFWFGLHDNVYKILLATSHQIHLIRPYTDYY
TYKSTREFVQHYTPVNGGMGTLFNGNVHWPVHENREWAPYRYFTILSYGLIRETLGEIPVPPIIQEHIIAVDLGEIDGCL
SCLVLRLTNTRGAPRENEYEIWSMKEYGVAKSWVKLMN                                          
>Mgut_mgv1a020022m                                                              
MKRARVEDDSNSVDRISELPQGILQQILYHLSQDEVVRTSVLSKSWRYNWCTRPNLNFSDRSFFKGSKQYFLSVVHETLQ
RYRDQRLCIEEFHLSISLDDSDPASASLLEKWIPTLATTNKGMKKFCLSIRSEQGSGSTHPPSVVFKAELLQDLRVENLT
LDRKAIDRIILFNHLKRLHLLDVCIEAEIFQKIISRCPMIEDLLVEECRGLRKIEVNDLHCLKDLYFTNYEVVEGDEECC
SIEIYPPSLETIDVSYGNLRLNKGAVFCNLKHLYLRGVELLLDRMSSCKFPSLEYLVIGYCNGLRGIKLFVDAPNMVGFS
YNGEFIPSISFASTSIEWKSRIYLHLRDAPSLWSVKLRKLLKSLSQSQIFLWINQDDDGDGDGDGDGDGDGD        
>Mgut_mgv1a020056m                                                              
MKREKREEGSNSIDKISELPQDILQRILYWLSQEDAVRTSVLSKSWRNIWCTRPNLNFSDATFKGNMHQFLSVVNTALQL
YRDQRLCVDEFHVCMSVFSFDCASVSLVEEWVRILTSMCVKKFCLCNLPKRSIVEELPSVVFGAESLQDLHLAGFVLHRE
AIERMVLFKNLTSLSLQRVSIEEGIFEKIISCCPLIETLDIKVSSVLRKIIVKNLYNLKYFSFSDDVYRPASFEKELCNV
WFHKGPDFFRNLKYLSLCGVKSSLEHLSSCKFPSLKFLYLANCDGLKGIKLFIDAPNIIYFGYDGDFIPSISFATVTSSE
WISDIHLTCELSDDASSWFIKLHELLKSISQSKISLHFDRYSLNADRDGIRENINMVQDMNGGNKHASVVVEKFKFNWLP
LSLISSILNGVFSICRPRNIEDFLCGGKGEMKRIERLWKILTERKITKEDRFWFRDLEEVRMEISDYNQKEWRPTTLSEL
PEYNDNNRAMSLKKLRDYREYNPNDPWHWDPMSLSRWLNENQRESNSIRFALKWR*                        
>Mgut_mgv1a026491m                                                              
MEKRMGRETSTSLELPEELIEEILYYLPAKNLLKLKRVSKSWNSLISSKSFIKEHAKKSNTDRNLDRNKLMLNYDDSRKR
AKYMRVSCQPGILVSCPIQNFLLNDDPVATALDSHRMKKCGYDIRIEDVRILGSCNGLILISVNDWRYLFLWNPFTRKMR
NIPHAASFTRSEFSSVQPFTYSLGYDEYADDYKVVCIISDYAKPYHTHIYSSKNNTWKKIESFDKGYLLHKNSGKFVNGK
LHWLAAQDDGVYEIFSLDLRKEKCEIVARPESFSKYVRPFFRNMGGYLGLITLNSSVDDISVWVMLKYGVRESWTKIWTF
SYLEYSKTEICCGASPLCLKKNGDIIIVFENKVVVYNGRNGLRKFRFDMLDGVIDSVVYVETLVSPFGDEELGQ*     
>Mgut_mgv1a008775m                                                              
MKGSRDFIEWLGQDMSLKIFMCLEDPSDLVRTSAVSSSWRQFVIANALCKKLCLRKFPEASSFARVVEIKNTAESVSTST
RDDSAKSACLEREHRVYASLSRVLTTSTVENCISGAICASSTDNYPEESIKNTLEPSDRVDHRASYWSSKGERNPSAGET
LIYKLASNLCLITELHVHPFQAYFQFGFPIYSAKAVRFQIGHPRVPPKIESDERDELLDFQNFADEKFVWTYKSPEFPMV
QDNCLQKFKLPEPVLSIGGVLKVELLGRTQTQEMDGLYYICINHVQVVGSPLSPAFDVEMIDERGKCTLKYHPGSICKSS
TSEVESHRFIESIRTWEQIILNTFRGAGPMIIDDNDSDYEYLD*                                    
>Mgut_mgv1a020673m                                                              
MEVMMDERVEEDDRISNLPEEILYNIIYFMSKKDAAKTCVLSKSWRFLWQNRLTISYSEGSSLFSGPHRTRLFINAVRSH
LIKDNHHRIEEFHLDVNSSDSASLLENWIPMLKSIGVKAFFLSIDLHAPDSSSSYFHLPSVFFQAESLTSLHLSRCKFPQ
YDRNVLFHRLELICLRNVEFTDQHTINKILWTCPLITSIRLEECKGLHFTSVDLFLKHLKHFTFINKQIEDEVCGIDILS
VPTIEKIYIHGSSTRFRFHGHKFTYLKELSLKLVIVSTDSFDFSSCYEFPLLESFDITGPGWDDINLRMHAPKILHFKCL
GYNRIPSIGFTTPMSRQCKSVLGFRFRPESNSFLELSGFLHAFSQSRIYLSVFLDPMPNILNIEQDIIDNIDGVDVEELG
LNMDHAASFPTFLDCMFSVCRPRNIVQHSYVREAHIERDQKELTEFLCNFLTMKSWEFTRKEDLEEVRIESFDADNQQWE
PVLLSECALLPESKKRLRFQLKWSEDANRDEESSSSKRRKLE*                                     
>Mgut_mgv1a025626m                                                              
METGKAEQITDNIPQEIIEEILCRLPVKSLSRFKCVSPSGRSMISSKQFIKTHLQRSKKIESFADQRITSTCQGKLKACS
LSSLLTEPVIRAFSIDFFPMNSSNDIVIVGSCNGLICVLVDACRFFLLNPSTRESKELPDFFTGAMFPKNVGSIRGYGFG
FDESSGDYKVCVVCYMMLVFGSNVTFPSTARVYSLKVDSWGRNLFFKDVCIFGSAKFVSGKLHWISDFKTKSKWDDVCFD
LKSETFGIVKQASCIEGYYSPRLGVLKGYLCVFSGYSPTSMFDVWIWNEYGVEDSNYVTPLFVLPCGEVLFTYESDFFIY
NKKDNCVTQQHTVDFDRDRHGEAEVYIESLVSLALDD*                                          
>Mgut_mgv1a001095m                                                              
MSRRVRRKVVRRGVEKVDIVEKDELDWTRLPDDTMIQLFSLLNYRDRASLSSTCRTWRTVGKSPCLWQELDLRAHKCDPT
ATSSLASRCKNLQKLYFRGPDSADAVISLKAKNLKEISGDSCRKMTDSTLCVLAARHEALECLQIGPDFCERISSDAVRA
IAICCPKLKKLRISGIQEVDASAINALARNCPNLNDIGLIDCRKVDEAALGNIASLRFLSLAGSTNMKWSLFVLPHLIGL



DVSRTDISPSNVSRFFSSSLSLKVLCALNCPLLEADPTFVYNNYNHKGKVLVSIFSDILKENETNIFLHWRNSEKDKRLD
EVLNWLEWIVSNSLLRISESNPPGLDNFWLKQGAPLLLSLVQSSNEEVQERAATAIATFVVTDDESASIDPLRAEAVMQN
NGLRLLLDLARSWHEGLQSEAAKAIANLSVNAKVAKFVAEEGGIGIIVNLARSVNRLVAEEAAGGLWNLSVGEEHKGAIA
EAGGVKALVDLIYKWSQSSCGEGVLERAAGALANLAADEKCSTAVASMGGVHALVTLARNCKIEGVQEQAARALANLAAH
GDSNSNNTAVGKEAGAIDALVQLTRAPHDGVRQEAAGALWNLSFHDRNREAIATAGGVEALVALAHSCSNASHGLQERAA
GALWGLSVSEANSIAIGREGGVAPLIALARSNAVDVHETAAGALWNLAFNSGNALRIVEEGGVPALVHLCSSSLSKMARF
MSALALSYMFDGRMDDIAPTGTTSTEGTSKSVNLDGARRMALKNIEAFVMTFSDIRAFSAAAASVGPAALTHVTESARIE
EAGHLRCSGAEIGRFVAMLRNPNPTLKSCAAFALLQFTIPGGRHAMHHVGLLQKAAAPRLLRVAAAAAGAPIEAKIFSRI
VLRNLEQHQS*                                                                     
>Mgut_mgv1a008296m                                                              
MSNYLPTDLVLEILCKLPVKSLVRFLTVSKSWRSIITTPAFIASHLSNAKNRTLVHEKELHSFLTIAENGPFGTFSSSSK
LEFPFKSDQTFRIVGSCDGLICLSDDEFRDSSQCSIIIWNPSVRNHRVLPNPTINPKTPHFVVLGFGVASHAYKVVRLVY
CMKPNDINLSFMQLVEIFSLETWSWRKWGEVDLIPPHVFPSTTCPSVFSNGVVHWLSEDDSFRRSSILAFDVGDEVLGDV
MLPDELAACVYESLLMLRIFVIGESLGAVKYDRGNTSCDVWVMKEYCVRESWTKLYTIRLLNVVSRVIGFWKSGEALLFL
YRQGIAPYTDRSVRFCLVVYNPDTRQTKDLGIYGSGCFYVNSYVESLLLLRIGGELIQ*                     
>Mgut_mgv1a026558m                                                              
MAAKHPKRSTSFLPLKIIETILLNLPVESLLRFKTVSKSWNTMISDPAFVENHLHRSKTSSSRNLLLGKLGFSHYNSEDY
SLVKIDKDRKLQTLQLSECPPGSNVVLSYCDGVLLLTNDRQTCMDFVLWNPSTGTHATFRFPYEVNPRSQKIYGLCHDPR
TGGFKVVVVVCLNYFTVYSCKNNSWTRKKEFGDTSFLVVYDPHIFVDGVFYLLSMDPGRYLITYFDPVDDEIKILRKPEV
FSDHLMIYMADLRGRLSVYCNANDGRGNAIRIWIKGEGVGNNYWEELITIENVPTYIWFFKPLCFVENKILIQLYSRRLV
LYNPSEKTFEKFDIERYTV                                                             
>Mgut_mgv1a021837m                                                              
MARKLAKTSSSNIPPEIIEIILSKLLSVKSLLRFKAVSKSWNTIISYPLFIQNHLDCSNNSPNNNLFLRRYTNSTDRGFP
LVKLERGKIHAGGISVENIPNGYNVILCECNDVLLLTDRCSEKKYALWNPSTRRARHLATRYELNGDYVVDHGICYDKIT
GDFKVVFIFATKYAIYSCNNYSWTKKDLGTNCRNIGFTGSGIFVDGATYWILGVESKNISGTQLVYFDSTTDKLKVLRMP
EQLYDDKIYFLSCNMASLRGSLCLYSYNYRDNSVHIWIKEKGIDFGDNRTNWKEFVTVGYLRLRYLWMTPLCFVENKVVI
QEKSIRFVSTEKTVEEFLAVDVYRGRFIPYRDSLYFPAGVKTIRA*                                  
>Mgut_mgv1a005796m                                                              
MGARLSLNNHKTSRSEQLDASQNEACKRRKKSTSFWEENTRLIPSLPDEISIQILARLPRMYHFNAKLVSRTWKSTLTSV
EYYKLRKELGTTEEWLYVLTKLDGEKLVWHAMDPVSCIWQRLPLMPNIASEDGIRRGLSGFRLWNLAIRGLFGRRDALEE
IPFCGCAISSVDSCLYVIGGFCRASAMNATWRYDPVSNAWSEVAPMSINRAYCKTGVLNNKLYVVGGVTRGRGALAPLQS
AEVFDPRSGVWTELPSMPFLKAQVLPTAFLTDLLKPIATGMTSYRGKLYVPQSLYCWPFFVDVGGEVYDPETNSWADMPA
GMGEGWPAKQAGTKLSAVVDEELYALDPSSSLDSARIKVYDQEDDSWKTIEGDVPVSDLADSESPYLLASFLGKLHVITK
DVNRNILVMQADRRNEVNLDPSTSSDSLGESLVDLSGKVSVSESSGNIWKVIATRSAGSAELVSCQILDI*         
>Mgut_mgv1a021484m                                                              
MDRISELPKDILQTILYFLSQKEAVQTSVLSKSWRDIWCTQEFLSTIETTLRRYCDQMMCLEEFRLSISVGYSDHISVSF
LERWIPTLKNMGVKDFRLFVCSKNSGKRELVIKLPIVVFDADSLQDLHVEGFMFDQQTIGRNVVSKHLKKLHLERVIIDD
MIFKKIIASCPLIETMILKSCKALRNINANNLLHLKNFTFSSYSHDDDSSSSCIGEVGIARRCILLFTCFEWVILHLSSK
KHRVHDTRELRVSAEESSNGERKWKPRSIKTIVVARFGGCKLGDL*                                  
>Mgut_mgv11b016721m                                                             
MKKHKADLDRQQNPRKRKEEEETDALLTKKQNAAATVKIDDLPEDILIHILSRMSIKDAVRTSVLSRRWRYLWMYISQKL
EFDDRYDRNITLLDDADERSGIVIKRKKFKTWVKHILKLHRGQRVDSLVIRFTNLRLRYLSSDIDSWIYFAVEKEVKLFE
LNLSVEDGFHCSYKFPNIDKLRSREVKVKSPVFGSLRSLRLVDVDIEDEVVKYLLASCPCVEYLCIRASNTTKNLEVVDP
LPNLKELEISDCCNLESLDISANNLVSCTYQGKKIRSPFKKTPNLTELTLGGEFCHSFIFEPNKHSSYSAQLVKLVLNLK
TMAPERTNVPCDLPQLDSLKRLELNTVTKTDESFLFFLSLIKASPNLHEFKIKLVYLLLDFRLPGSIRFVQRTPFPEVTP
ENAKCFTHNNLKVIELVGFIGLATETPFIQRLFNVAPLVEKVLFDTPIGYYRFHPLIDSVAASEECRNVMYVVLLMNVRP
SLPRKVEKDTPSYNNISSVDNILPSETENENINALANSGKPN                                      
>Mgut_mgv1a018034m                                                              
MDIISSLPQEILQRILYFLSQEDVVRTSVLSKSWRHVWCTRPNLVFSDQTFKGKKQDFLSTVDKTIQRYRDQRLCVEEFD
LCMLVDGSEDRESVTFLENWIPLLKNMGMKKFDLSIRARHCRKFTDMPSVVFGAESLQYLHVAKFVMHERSIERLVLLKH
LDQLHLKKVYIEDAVFQRIISSCPSIETMIIEGCKGLKKINLSDLPNLIYFNFDEPCSIEIRAPSIETINITYGNIRFRK
GAEFRNLINLHLRGVDSSLEHMSSCKFPILTWLSLSHCHGLKDIQLFIDAPSLVLFEYQGLFIPSISFGKTTSSWRSELN
IKYIQINDGYLWFLKLNELLNSVSKSRIILTIDQYLMNHDDIIRGNVNMVQYMNGCGIAVVVDRLSLNASLSSGPSNLNG
LLRICRPRILMHLDMEVVEWLWKVLMERESGDEGDRFRPLWLRDLEQGNMEIKETGREEWRSATLSELRKCRETKSYHTR
FALKWRQV                                                                        
>Mgut_mgv1a019790m                                                              
MADNTSYLPPEIIESILSRLPAKSLLRFKSVSKSWNTMIADPVFVQNHIRQSKHSNSDNLFLCPNTYPIPVVKLGDKKIQ
TLQRIESRYARWHELCFCDGVILLTDGTYMRFALWNPSTRTSKNLWYKYSCPEAAFGLCRDPATDDFKVVIADSNYYSVY
SCKNKSWIMLKKKYDVKYTGLGVNLSYNNIGVCVDGASYWVWGNDNATQIELVYFDPRDDEFKILHMPENIADANQKF  
>Mgut_mgv1a025676m                                                              
MFWGSKRKKTSTNIGSLPEDLVFEILLRLPAEDIYKTAILVCKKWHNAIHSCNFVHKHLQHSAPVLLAQLIDHGDDRDYG
FHQLNIKRFLPMGRGSVEESEFSYDTMGRVLGSCNGLILECLETEDRYNLSIVNPVRFESFDLPSISPEFDIAYDPMIAY



AEASNKYKVVVMGFWKFEPTGIESCVMLTVGVDKSWRRVDTKHLDIDRCLSTQRFIHWTRSEGTCIANLNVETEIVTETR
IPQGYEKRFKYYLSMGSCLTLLVECVEFSWEVLKMKPETGEWTRMLKIDLEPLKGKFVNL                    
>Mgut_mgv1a021737m                                                              
MTKNVEFLKYEGPNLPKDILQRILYFLSQEDVVRTSVLSKSWHYTWCTRPNLDFLDTTFKDETFKGNKQKFLSVVDNTLQ
RYCDQRLRVEEFHLCISLDNSDQKSDALHLEKWIQTLADMCTKKFRLSIRTGSSPGFVRFPPVVFGAESVLEDLHVEDFY
LDQKAIERIVPFKHLRSLRLERVCIDDEIFETIISNCPSIETLVVHKCKRLKTIKVSRLHNLKDFFFREYAITRGEELCR
IEFHPTSLETIDIRYGNLWFHKGAEFRNLNDLSLGDVELSLDNLSSCKFPSLEYLKFSGCPGLKGITVFIDAPNILRFEY
EGNFIPSISFATTTSGEWDSEIHISYRLSEVTSSWFLELHELLKSLSQSEISLNINQYPMDDEHIIQENINLVQDNGCNK
LVVVERLRVRCHLSSFSFVLNGALSICRPRNIGDYYLYSYSTLESDMKVIECLWKILMERENGNEDEFAQLLFRDLDEVS
LEICVRDRDLWHATTLSELPNYRLQRGHHNTRFALKWRET                                        
>Mgut_mgv1a020180m                                                              
MESSKPKRRRSETSSTNLRIPEGIILEILWRLPVKSLLKFKSVSKPWLRLISSKYFKKTYIENSRKHKAFPHHSIISPCW
NPGGMMINSCPLYALLTEQSTHAPPLDCPKACSSEMLVLGSCNGLICVGVGRDKILLWNPATRESKELPYFFDGVNDIEY
CGFISYGFGILDEISGDNYKVYALFYLACWDDEGVPLLCSMGKVYSLKSNSWGETAVYYNETPLHGAIESAGKFASGKLH
WIRKTAESKWEIVFLDLTSETFGGLEKPSDDFVPRFGVLDGCLCLFCDRPKMFDIWIWKKYGVEDSWIKFSRIPYDSDSW
RTPFVTPLPEEWGQLCMLPNGEVLITYMSSEYESKFVIYSPKDNGFRQRYVDKFKDVDQVEVYSESLVSLVLDDEQEKAK
S*                                                                              
>Mgut_mgv1a024944m                                                              
MDRISELSDDILQRILSLLSQEDAVRTSVLSKSWREIWCTRPNLDLSDTNFKQEFLSTVDKTLQRYSDQRICLEKFQLSM
SLYCSRSDLKSVWFLKKWIRALTNMGVKEFRLSIYSKDSRRRTRCVKLPSVVFEAESLQDLHVEGFMLDRTTIKKTILSK
HLKKLHLKKVNIDDRIFEKIITSCPLIETLSLESCQRLRNIKVNNHLLRLKKFSFSSSANEQCSIEIHPASLETIKIEFA
DVSFPKGAEFHSLNSLYMDRVILSSFDDFSSCKFPSLSNLAILYCDGLDEYIEESHLFIDAPNINTFGYHGLLIPSFSFA
TTSRQWSSTLFLILTDDPSL                                                            
>Mgut_mgv1a008494m                                                              
MSDYFPADLLSGILVKLPVKTLIRFTAVSKSWRSIITSAAFTASHLSNKSKNQTLLLTRHGKYSKLDQFSLLKVSENGHF
GINSEIEIPFEFPIEYSRVVGSCDGLVCLSNDMFFSNPSISSIIIWNPSVRNHIVLPNPTINPIESHNVVLGFGGFASHV
YKVVRLVYLRKIDDVGCLSVPPQVEIFSLDTRSWRRLIGGVHDVTLWALKSMHCRAYVNGVVHWLAYKPFDENAPRRCSI
LAFDIGDEVFGEVMPPDELAEDASASLGIFVIEDSLGIVGSNMVSWNVWMMKEYCVRESWTKLYTIDLLEEITNFVWFWK
SGEALLTIRDLGLVVYNPETKEIKDPGIYGDPYSLFVDNYVESLLLVRGHG*                            
>Mgut_mgv1a024786m                                                              
MDRISDLPEHILQRILYFMSQKEAIRTSLLSKSWGSIWCTRPNLDLSDNNFKEKKQEFLSTVGENLQRYSDQKMCLEEFG
LKSVSLLKKWIPALKNMGVKDFRLSIYSKSIQRRRRRRVKLPSVVFEAESLHDLHAEGFSLGRKAIRRNILSKHLKKLHL
EKVKFEDGVFQKIISSCPLIETMILKSCGSIGIYPSKSLVKIHIEYGDVSFHEGAEFRNLNYLFLNQVMLWPVDNFSSCK
FP                                                                              
>Mgut_mgv1a005531m                                                              
MGAKLSSSNHQPNSDELSDASQTEASKRQRTSTTNFSDENERLFPDLPDEISIQILARLPRIYHLNAKRVSTTWKSALTS
DQLFKLRKELNKTEEWLYVLTKKTETDKLVWYALDPISGMWQRLPPMPNIASTEDGMRRIWSSIARSTVITGAAVRNWLC
KKKKPLEQIPFCGCSIGAIGSSLYVIGGFSWARATSTVFRYDPILNAWSEATPMANSRAYSKTAVLDDKLYVVGGVTRAN
GGLTPLQSAEAFDPLTGKWSELPNMPFSKGRVLPTAFLAEMLKPIATGMVSYRGKIYVPQSLYCWPFYVDVGGEVYDPET
NSWAEMPAGMGEGWPARQAGNKMSVVVDGDLYALDPSSSSPDSGRIKMYDCGNDSWKVVKEDVPIGDVADPECKYLLAGF
LGNLHVVAKDVDSKKISVMRANKESGCDSSIPTQSLADLGESLKEYFGNIPVSSSESVWQVVGSRSGGSVELLSCQSLEI
*                                                                               
>Mgut_mgv1a022169m                                                              
MSNTMEKQRRRIKNMQITTVVPDEIIVEILSNLPPKSLFKLKSVSKSWRSLISSPHFVKKHLNKQLLSLKLMLTFDESPP
RRRYYINSCSLASLSHNNNNNPYSRVAMLEHPMLSTPIIDSPRLRKPIEIHGSCNGLILIIVGSFMFLWNPSTRKSKNIP
HPCKIGDFHDPMKITLLYGLGYDESADDYRVVCSYNSNRHQILVGPYETEIYSLRSGAWKKADTIQMGFQGWVEYSGRFV
GGRLHWLGGRYYEKEGGSYGCDIVSIDLAEGRCELVAMPDCLRHCHRVFPDSLKVLGGNLGLVCYVDNDCDMHIWVMKEY
GVKESWVRVLTILLNCGVSDMLSNREEKRWYIGSLLWSPKKGDGVLAYGPGATNFRPVFGPTCTNLVFCDGRDDELRRVE
VDLVDRIVEANVYVETLVSPFGDDEAGYVL*                                                 
>Mgut_mgv1a017758m                                                              
ELQIQILQKLPVKSLIRFTAVCKSWRSIITSTDFISSHLSNGKNDSLLLLIRGDRHNILDQLSLLKVAENVPFDVSSSSQ
LEVPFDDGIEYYKIVGSCDGLLCLSDETSRKLEHSHITIWNPCVRNHLHLPLPNINPEEDHSVALGFGVASHAYIKVVRL
VYIYNNLGDDFRLIVPPQVEVFSDDKWRWRRLTGVSVTLTVMDWQAFFNGVVHWLGFEPIDAYNSRNSILAFDIVDEVFS
EVMLPDELASEDIAHLRILVIGESFGVVKHDRDDAYDVWVMKEYCVKESWTKLYTIDHLIGKIENLFKFWKSGEALLEVK
GYGLVVYNPETKMPKVLGINGGLSRWNSLELHLRHCESLKHRRSFFGEEYVAGKHR*                       
>Mgut_mgv11b019593m                                                             
MADDKSDLPPEIIEIILLKLSVKSLLRFKSVSKSWDTMISDPVFVENHIQKSKESNSHNLFLRRSNLSTFIRFSAVKSED
KKFQTLGVLTETPPSNVGGLCCRIHPLEPRKSFGTKIVVVMHLSGFVVIQTPAISRLLFWIGSTTYSVYSCTNKSWITLR
KEHDGLGLTITNPSGLCVNGASYWVMCSITTKIMYFDPRDDKFKMLDKPEQIDDRVVFLVNLRGSLCLYCYFEGVEKSTV
RIWEKENGIDNSSWKELVTVEYDYVSIFSELEPLCFIENKIVFRKDCDRLVIYKPCEKSFEAFEKDTPVREIAMPPVKYM
ETLYFPIDKSKSKPNRKRKCLQ*                                                         
>Mgut_mgv1a024692m                                                              



MSDVPSVLFHEILRRLPAESLLRFRAVCKGWRRLIDHPSFIRTHASNQSSSTTLLIRNSIGTRFCSLTLDSLNYKDAEQT
IDVTPVKAVYCTGVPRATALPVPSCNGLILNSHYRTNKTWVIWNPLTRTFHELPEPDIETGLMGSGIGYDSASDDYKVVR
IDRLFRHGKSVYQTSVYSLKMESWRIIKDCPYDISWVGPTRGIFLGGAIHWLSLHDIIIALDLETEEYREFSMPVLPPNS
KELFETRLDVLGGCLVMSFYYLIPRMEGWMMKDYGDEKSWVKLFSFGGIGSIGIRLKPLAYFKNKGRVFMQRDEEFFWLD
IKNHSAKK                                                                        
>Mgut_mgv1a024128m                                                              
WWLSSYGRTRKQPPPPPPPQQMETVKAEHTTDHLPQEIIEEILYRLPVKSLSRFKCVSLSWRSLISSKQFIKTHLQRSKK
IESFADQRIILACKGKLKACSLSSLLTEPVTRAFSFDFVPMNSSNDIAIVGSCNGLICVLVDACRFFLFNPSTRESKELP
DFFTGAMFPKNISSISAYGFGFDESSGDYKVCAVCYLTLVFGSNVTFPRTVTVYSLKADSWGVSSFFYKLDVCLIGAAKF
VSGKIHWISDFIKDPKWEVVCFDLKSETFETVKQPSCMEGYYNPRLGVLEGCLCVFSNYSPTDTFDVWIWNEYGVEDSWA
KYVTIPYQSVTNYVTPLFVWPSGEVLFTCGSGFFIYNKRDNCIRRQHTVDFYRDRNREAEVYTQSLVSLANFNGMI*   
>Mgut_mgv1a024563m                                                              
MEDGAKKELPYDIMENILSRLPVKTLFRFKSVCKSWYATISDDQIFAGVHLRQSRNMSSGKRDVFFWLEKQGPDFWPIVS
HQHQFLPKKIESQLDPTVLCYSDGLALRRYHGVDAGIYVLCNLSTGYRVKFACPCPIHHHPHQTVYGIIYDPLINDYKVI
VIDNNMRYAVYQCRTETWSALQETNFSWGPLITGKGVSLNGDLYFILKTLEEEEEESRGRIKIVGFDPSRESFVRLPELN
YTTKPDFFMFLTCLEGCMYVCINHSCLVIKVVGGKHEEKSWREFEGFPPLSTRRNVDTINWYYPGGDETELDA       
>Mgut_mgv1a005499m                                                              
MNSLIRKVWGSVTNRSGSSSGSDRISNPNPTSEYDRFLQMMYIQTSSTGEFDRIPIDILMQIFRILGPRESARLRAVCKS
WKFLVSDNRLWIYFLQNQPEQWDSIFFSETHLRSGFPLQAFPTQMHDLSYMHIYGQRVEVPGALIIDGGSGYCKYGWSKY
NSPSGRSATFLEFGNIESPMPSRLRHFFSTICNRMQVRTSTQPIVVSIPLCHYDDTESARGSRKQLKDAIYSTLFDMNVP
AVCAINQATLALFAARRISGIVVNVGFHQTSVVPILHGKVMHKVGVEVVGMGALKLTGFLKDRMQQNNIAFDSLYTVRTL
KENLCYVALDYEAELAKNTQASFAVSSNSWFTLSKERFQTGEILFQPRMAGVQAMGLHQAVALCMDHCHDAELTGDDNWY
RTVVLAGGSACLPGLAARLEKELYGLLPKPMCSGIRVIPPPNGTDSAWFGAKLVSSLSTFPTSWCITKKQYRGLSKRKLT
W*                                                                              
>Mgut_mgv1a020535m                                                              
MSDIPAELVHEILRLPADSLLRFRAVCKGWRRRIDDPSFIRAHTNNQNPSTTLIITNPMGTCLYSLELDSLNYKDAHQVI
DSSTSCRNLAIGLGYDSASDDYKVVRVDDLPMRQTYVYSLKMESWRMIKESPPRDFPMPNQSMGVYLNGALHWRSRDFVI
ALNLEIEHYYQMHLPLPTGQVEPSGTHLDALGGCLVVSYYYTMDRMDVWVMKDYGVAKLWVKLFSFGGLGSIIGVGSVRP
IAYFKNKGLVFLQHGDEFFRLDIEKKSAKKVTVGGLPDNFSSQIFSGSLFRLDGNRAFVVKMNKKRPKKDNT        
>Mgut_mgv1a012475m                                                              
MSYEEILKAVFPLLEGRDLAACMSVCKQWQEIAKDDYFWKCLCAKRWPSICKQPSPPTLSYLKLFKTFYKRQKSRPLLPP
RLSFNDLDFYIDIWSEEKLVYSEVVTGLVFRKGAWTPPAGVSDVLKFHLASPEYNLTLPIHPRFNIPLGETVSVSVLVAR
KDSEKVACVINKSVFEYVDRSAYRAMAFDYLEFSPAHPFVSGIRAWISLLFMDHGSEEVIDVFGIELDFCDAANSEEQVL
WLFDMLDWK*                                                                      
>Mgut_mgv1a019852m                                                              
MARKLAKTSSSNIPPEIIEIILSKLLSVKSLVRFKAVSKSWNTIISDPLFIQNHLQSSDNTPNNNLFLRRYTNSTDRGFP
LVKLEGGKIHAGGISVENIPNGYNVILCDCNGVLLLTDRCSEKKYALWNPSTRRERHLATRYELNGDYVVDHGICYDKIT
GDFKVVFIFATEYAIYSCNNYSWAKNKLGTKCRNIGSTGSGIFVDGATYWILGVESTNISGTQLVYFDSRTDKLKVLRMP
EQLYDDKIYFLSYNIASLRGSLCLYSYNYHEKSVHIWIKEKGIHVGDNRTNWKEFVTVGYFRVRYLWMTPLCFVENKVVF
QEKSIRFVSTEKTVEEFLAVDVYRGRFIPYRNSLYYPA                                          
>Mgut_mgv1a018345m                                                              
MSSDLCGSQLLLALPDDIFSVITSSLSPRDVCSLGLSCPGLNAVVSSDKVWLSQCNKLGIKLLPFSTLVEWRKGVSSYKA
LCRFLVSIHPLIGIWVHQNPELGNVVYVMPGFLSVVGCRIIPQTIGPLGLEDGPLLWTSVFEILCKSDGSTAFFLHGREQ
GADYVYPGLFKSVDRNCNVLLLEVEALHQRDEIDKGTEIPFSRLESDDREMLLDFVTRQVRGIVPDTATAILFPPLRTDE
VDSQQDFTVLHERRLLLLQMYEPATMELSFHMAWPHMDDDQSILYKMPMEPPDECHKYAGLWGGAYGWPPTRVSEEKAGE
ALFLISISYEVTKWGKKLMIGTKILEGTSYVEHPNGSAMFTANVDEPALESFPSYGAEDSESIDSFGGESIASGYGFRNP
GSEPGSLFVLSNGLLCFVSEESRTVLTFQRFDLADLLKRGERLPLLLPPVSNYVYPMR                      
>Mgut_mgv1a005853m                                                              
MRTPRATPQKVIKLLLLFILFRQDPSYRFLLQISFCPAIVLKDSSLMVAKQVSIDRKFQPQTCVGDDRISELPDDVLVVI
LSLLSLKEAARTSILCSRWINLWKHTNSLDFDAEEAMCKLARASERKLEEEEGLKFIEWVNYVLQSHKAITLKEFKICFD
LSEPSQIAVTTWLEYALARRVQRLEFDLSAANSFRYYRADLNCVFPQELLMETNGVGSTSQPPSDTCFFNHHPRTRFDFK
HLKALSLKFVTVTREAIEFFLNNCPLLEKLVVHKITKITNLEICGSSLVLKHLELWYCFDLDSVKVSAPNLTSLSVKGST
VLCNVPEMPRLKKLVIDYWTHGEESLLALTSLIRASPYLQEFVLKLGWLEISRSDREVESNVRFPHEHLKVVNFCGYYGR
SSDVEFVRYFIDNCVVLERLIIDPHTVAYTPRVPISPDIVAEEIVAMDCAKRQLESQVPAHIEWVIL*            
>Mgut_mgv1a006890m                                                              
MKQREPTTKVPYNSKNEVDIISNLPGHIIDKILSHLSLRDAVRSSILSNKWRYKWVTLPHLVFDNQSVLVSTQDQTLVKN
KLVNIVDHVLLLHAGPIHKFKLSHRDLQGVSDIDRWVLYLSRGSVKEFILEIWKGHRYKLHSSIYSYQKLVHLELFNCLL
KPPSNFNGFKSLKSLDLQHITMDQSEFEKIIASCPLLERLTLMNFEGFGLLNIRAPSLLFFDVGGVFEDVSFVGTFNLAV
VSIGLYVNNGIERNLGFGTGNLIKFFACLPHIQRLEVQSFFLKYLACGIIPGKLPTPCLDLSYLSIRINFNDMEENMAAL
CLLRSSPNLQELELLARTEEQNTAFGAPNIVENFPSFSFSQLRLIKIIGISGIKQELNFINFLLLNTPVLEKMTVKPAST
DSGWELVKELLRFRRASMFAEIVYLDP*                                                    
>Mgut_mgv1a022670m                                                              



MKTKTLAFYLVRQLPQTYDKQKRTGIRRQITNMNTGGESEQIHHLLVPQEIITEILSKLPVNSLLRFKSVSKSWRFLISS
KHLIKTHLEYSKKNEYSARTRIISTTSKFGRSLCTFSLRLLLTKPVFRGCPLDFPINNYAGDLCVVGSCNGLICIVVDEY
KFWLCNPSTREFKQLPPVFTGLGSITRYGFGFDESNNDYKVYAFLTRVFGNRERRAMGRMYSLKADSWGREQELFVDGSP
FYAKDCQLGKFVSGKLHWISLKFEIVRLDLKSETFGLVEGLPSCFEGGSCPRLGVLDGRLCVSCSYLNESRFDIWIWNEY
GVEDSWTKFASISYPLGPLSPRSSPLCMLPDGDVLFNRGLNFVIYNPKDKRFRESYVYNFDGDRRVDLYTESLVSLASDD
DGEYK*                                                                          
>Mgut_mgv1a024378m                                                              
RMAGKRRITNSNLPEEIIEEILYNLPIQSLLRFKCVSKSWLSTISSKAFIKEHLKRSIAEDDKAGLTDLTHHKLLFTRKI
LSRVLGTRKILGPNRTGFSYSLGTSSLGNESNIVTPTFYDYPMPRLCFLILGSCNGLVLMRYSMRTEPLILCNPSTRIPR
VIPSPPFDSPVPRERYDESNDDYKVVCIRDTNVREPHHYETRMYSSKADSWKKIESYDKRFHSILCGKFVNGRLHWLARF
DSDDSHRGTIISLDLADEKYRTLSSNSIANFQTGTVVEFGGYLGLLSVRRDRHLDLWVMKEYGVTESWTKIWTKSDFVDR
PDLSGGPTIPVCWTKNGDIVMVRGYDVLVCNGRNILRKSRVDMIGDRIDSIVYVESLVSPFIHQE*              
>Mgut_mgv1a023940m                                                              
MNLPEEIIYKILPNLPVKSLLRFKCVSKQWRSIISSKEFIKEHLKKASTNPNCTHHMITMKFKHRYLQGEQTRSYSLPYL
LEGTTAVIDAHIPRRESNRCHLRIWGSCDGIALITSNAEGMIFLLNVATTKSNEIPASNPKERYLGDHIVYGLGYDESTD
DYKVVCIDDVTNPKSYTTQIYSCKSLSWKKVENFKKGLVPLDDPGKFVSGKLHWLAEAAAEAAAARVEYGGGGGGDLDIV
SIDLAEEKYKIVPKPENFSTSIPYQTMLGDLGGYLSLVSYAPMLDTYVWVMKKYGVRESWTKIWTLSDFADPKTYVRGAM
PLFLKSNGDILVTFGPCVDLCNGKNKLHESRAAAIDDLFRAV                                      
>Mgut_mgv1a021749m                                                              
MGNKSSSIFIPRIFRRRRNRTPAAEIFPEEIMEEILLRLPVKSLLKFRCVSKSWCSLISSNRFIKAHLKISIKDTNNFTR
QNIISTFSPPGKILKQCSLSSLFYGLGTTNAVDVDFPIRNPNDSVRVVGSCNGLICTILNEKLIYLWNPSTRKFKKLPNA
DDRIKVISKYGFGFDECNEDYKVLVVVSSFCIGGGFETMVKIYSLRTNSWKRIEDLAHDCLFGSTGKFVSGKLHWVRRSG
PNHSARWDIVSFDLGSEICGSVALPHYFGTGSSPSLEVLGECLCVLGHIPKIEMVVWVLKEYGVTNSWARILRVTNSWAR
ISSVSYGRRSNLRRESPLLTPFGIGQEGKILLMIGSRFMIYNPRNNCFRPPRIMNFGGSLEPPHVYCESLVEIV*     
>Mgut_mgv1a000272m                                                              
MENDVVPPAADFKLCGYFRAVLAVPGDASIPLNSICRIAGESPNVYFVADNEIRLSPICGAQAPDSKATPSVKKRWSKLG
MVHGSISVVHQLHALVSHKCMRIAARVVSFSPREGESEGGSREIRAVVLVDVYLPVDLWSGWQFPRSSAIAASLMKHLSC
DWESRSLMLKSVKLDPDDCWNVTDCHVLGCKRHCGASDNPKKKKLFELQEIFQSLPSVTMKVDFDGTIIQPADTSCDTGI
WVLSDDILINILTTLSPIDLVKVSLTCHHLRNLAASIMPCMKLKLYPHQKAAVEWMLQRESDSKVLQHPLYMDFRTQDGF
DFNINVVSGEIVAGVVPTVRDFRGGMFCDEPGLGKTITTLSLILKRQRTLAETPDAVQVIWCTHDGNQRGGYYEVSADTI
TRGNMSTINNIMGQKTRRGQLSLDELTPKKYCSGKATNSPRSLGPTAQMQESSDSCSNKRIKLGTRSTPAAITLQCSRSS
SSAQRNLLDAYSGKKGGPRRGRPVTRKRDKETAADEIEYNETWVQCEACSKWRKVADGYAANTSMAWFCSMNSDSSYQSC
NVPEESWDIKEPITYLPGFHTKGFSGGQEENISFFISVLKEHYTLINSETKKALTWLAKLSPDKLAEMETTGLVSPVVGT
SLFDTRVARDYHKIFEAFGLVKRVEKGPMKWYYPRSLVNLAFDLDSLRIALCEPLDSLRFYLSSATLIVVPSNLVDHWKT
QIERHVSPGQLRVYVWGDQKKKPSAHNLAWDYDVVITTFNRLSAEWGPRKRSVLMQVHWLRLVLDEGHTLGSSLSLTNKL
QMAVSLTATNRWLLTGTPTPNTPNSQLSYLQPMLKFLKEETYGQHQKSWETGILRPFESEMEEGRSRLLQLLNRCMISAR
KTDLKAIPPCIKRVTFVDFSEEHAKSYNELVETVRRNILMADWNDSSHVESLLNPKQWKFRANTIKNVRLSCCVAGHVRV
TDAGQDIQETMDILVENGLDPMSQEYGWIKYSISYGGDCMRCKEWCRLPVITPCKHLMCLDCVALDSERCTFPGCGNSYE
MQSPEELARPENPNPKWPVPKDLIELQPSYKQDDWNPDWQSTSSSKVTYLVRRLKELQETNRMTGYADVSSELNFSSNRS
YFDISLDQDACHKLKNGWSQIPLEKVIVFSQFLEHIHIIEQQLSIAGIQFAGMYSPMHSSNKMKSLATFQHDANCMVLLM
DGSAALGLDLSFVNHVYLMEPIWDRSMEEQVISRAHRMGATRPIHVETLAMNGTIEEQMLKFLQDGNECRRLLKEEFATN
TPDGTQRSFHTLHDFAESNYLAHLSFVRTSSRTEKVAK*                                         
>Mgut_mgv1a018323m                                                              
MSSASPSPSASDTCTSRHFSWLMKSCFTNPQHPHLPSPLSSITAAAAGTTTTMISSLPDDLLLECLSRVPYSTLPSLPAV
CRRWAHLVNSPSFQLLRLRHHNVFHTLFCISISNSALFTATRRFDAAATRQLEDTRAGGYARSSAVEEYDPDENAWRVVT
EAPRRRYGCIGASADGAAHVYASSMDLYDVAARGWLRSRAVPGGGCVVAACAAGGDVYILSSHAVEISFWKFNASRKGGS
FGDWSRIKSPPVPAQVRLDNTVRFSCVGVGGKVVLVQVVGCIDDLLRRSGRTERGVKEGLVLVYDCADGEWSRAADMPEV
IRRAACVSVEC*                                                                    
>Mgut_mgv1a024914m                                                              
MGIINKREPVELPVDILLEILSRLRVKTLIKFIFVCKKWGRLISSDEFTRLHLERSSSTMSLRLRSISYSVYPELRKNVP
PVTDFSPFNHYYNRQRIVFMGSSCDGLVCLFDSSRAIVHIWNPSTRTAASFPIKKPPPYDDDESNERIICSWSKYDNERI
ICSWFELHDSDYNFFLGTKSSKLHLVIPSCNNNNNNNNNNNNNNNNNNNNNNSWKSTREFGKVNSFGPDAAKGILFNGNV
HWPTYDGEDDDSARVYRTILSYDLRREMATEMRLPIDKLRARLMHDFTIGEVNGCLSVLLCKRHGQCWRESSAHKITAFS
TYELWAMKEYGVEESWTKLMVFDQDSYFAIHRSFHSKAVLENRATYKSPFYSEYNIYVESLVSPTRVVVNST*       
>Mgut_mgv1a026950m                                                              
LIYKVMDWNNLPQDLVDLILSKVFAKDRHNFSLVCRSWNTVVAASPFRHSPCLMFNQRKKKHVWKLSQNNNFFYMEFPEL
QGGTIRFANHGWLLISRGDDETLFFYHPFNHHMIEVPSPSDSNCAGYTTICFFHPPTSPDCFIVGIATQIDVGYDTVDIG
VLKHGENKWENCTYQSQKFQSSIGPPILHGGLLYFLDIDGDVATFDIREHGSLSSWKVFPDCLPKCPPKCLEKHWNRKCI
KEHYFIKPKGEETIFGVFAMHGEREVKIFKLSDTISWEPVKDIGDRVFYVSNTSSFGYTTDAKSKSMKNKIFLSKFHGDN
VVYYSLDTQKNCKTAHKLSSKYPRVSDTQHV*                                                
>Mgut_mgv1a010121m                                                              
MDDEKRSQINATKSGRLATADAGSGAADWAELTNECLVNIFSRLSFEERWRGAMRVCKAWNQVCQDPCLNSVIDLDYHFD



SAGELPRFWNPEFERRIDNMLRSVVVSSAGCLSQIRLRHCSDRSLSLVAKMCPNLEVLSIKSSPNVTDATMDEIAHRCPK
IKELDISYCYEISHKSLIVIGSNCLNLRKLKRNLLNWLDPSQHIGTVPNEYLNACPQNGDSEAAAISKFMPRLLHLELCF
SKMTAKGLALISEGCQNLEHLDLSGCANVTSRDIAKAVLSLKKLKTIKKPNFYIPRSVYNAERYGHWNMYDERFQTDVFR
I*                                                                              
>Mgut_mgv1a025728m                                                              
MEVKEQCSRNYPEQSELSIDRLSDLPDSVICHILSFLPTKFSVRTSILSQRWRFLWSYVPNLYFHLENQGIINRVMLLRR
ARTINAFHLDRGTEWSAYQLQTWITFAVMRGVQRLNLCLQDEETFPEHNLPVSLFTCKTLVDLRLRNCALIPASGAAVCL
PRLKILHLVYVEFEADESLPHLLSGCPVLEEFEMALLCDMVCCGLSSPTIKRLTLDFIAEGFGEEGWTEEPQQVPRCLLL
HLRIIKLEGIVGKSHEFEYIGYLLRNAKVLERMEISYSVSVGSEEKIDMLEKILRFKRGSTACEVNFVGSNCKW*     
>Mgut_mgv1a018212m                                                              
MTFYFLEITFADNLLTLNENCDYYYSSAAAEKKDIISQLPDDILISIIAHMPVKCAVSTSVLSKRWRNLHRCVSDIAFDC
RYLLGHQIDPYKLHESNLIIESVNRFLWLRSGSKIHSFRLSCCFYKLSIYQFNHCIYSLGRLGVEKLFLRCGCYLGSSDF
SFSLDLLSEIPSLKYFELSLCSLPPSLTKQCNSLQDLCLSYVNVCPGAIECILSKCSRLISFRMVISSRLSLRILNWSSL
YSITYLNCR                                                                       
>Mgut_mgv1a014113m                                                              
MKRPLPDGEDNHPAAAGCADPGAAGCENDAKKMKQEEEGKGDEAAEEEISKEAEAVLLDENLLYEVLRHVDDGRTLAKAA
CVSRQWKRTAHDERLWELICTRHYHRSPMQLRAVVLALGGFRRLYSSHLWPLLKPSPSSASSSSAAPPAVSAWPCLPPAA
APAVGSARSKARWGKDEVNLSLSLLSIKYFEKMSFNNRSK*                                       
>Mgut_mgv1a023293m                                                              
MSDYFPADLLSEILVKLPVKTLIRFTAVSKSWRSIITSAAFIASHLSTNSENQTLLLTRHGKYSKLDQFSLVKASENGGF
GINSSSEIKIPFEFPIEYSRIVGSCDGLVCLSNDMFFRNPSIPSIIIWNPSVRNHIVLPNPTINPIESHNVVLGFGGFSS
NAYKVVRLVYVRKIDDVGCLNVPPQVEIFSLDTRRSWRRLIGGVGITLWALKSTHCRAYVNGVVHWLAYKPFDENQPRHE
LAEDASASLGIFVIEDSLGIVGSNMVSWNVWMMKEYCVRESWTKLYTIDLLEEITNFVWFWKSGEALLTIRDLGLVVYNP
ETKETKDPGIYGDPYSLFVDNYVESLLLVRGHG*                                              
>Mgut_mgv1a024001m                                                              
MKTNIKAFRRAHSSAQIVNSIDDLLIDIFLRLPIKSLVRFKLVSKRWHSLVTDPRFCLMRNTNPNPVVGLFLLSPDVNLS
YDYAPLSINKSSNPPFQKLDFDDEPRGVRILQSCNGLLLCCSNSARECNKRYYVYNPTTKKFSTLPKLNGVGGVSKRMCG
MRLAFDPAKSPHYNVVCVRRLQSDSGEYRYQFAVYSSEKGPWRKWGDPYTAEVGFEKGVYWNGAIHWISNGTANSCYFDL
ERQALEIMPMPPIPDEWDWRRNSYFGESCGHLHYVEFFGAQIKFDVHEMKMDHSEWFVKYRVDLSRVVDAYPEMICDYFE
PTDWYYYAFTIITLVRGDEEEDSFLALQIPGKVVRYNLVRKTFETMHEFEFEGGESEGSLRFPSVNGFQYIESLCCV*  
>Mgut_mgv1a018496m                                                              
MRKRIILEQEIPEEIIEEILCYVPVNSLLRFKCVSKRWCSFISSEYFTKRHLSKSCADEKDNGSKFIFSFEGKQNNSSTR
FLSVGSSFSLDDDEPIVTTSLDIQIRPETEIQVVESYNGLVLVQNIYTGHLICWNPSTRKTKHIEKPFGFCSGEVGGYGF
GYNESTDEYKVVCFRYKESFEPRTHAHMYSSKTDSWKGIEDLDKHVSGRPGKFVNGRLHWLVFGYAGWEIVALDLVEEKY
ETMDWPVCFPEIDLFPPYLENTGGCLTLMDFNRYTDAMSVWVMTEYGARESWTKIWTFPNSFDPPIEHECGSPTPPLCLK
RNGDVVVAFRSEIVAYNGENLLRWSQVDKFDRLIGSISYVESLVSPFGSDGDETASWMMTI*                  
>Mgut_mgv1a025965m                                                              
MFSNSSLSSRFRIQMMQNLFGDQSEEEEKEVEAVESERESNRQPDYASCAKRSFVGDNGDRISRLPDELLVDILSLLSLK
EAARTSVLSPRWINLWKHTHSLNFDARNALEDIVKKHWIRRKLMKREGPKYVKWVNTVLQSHKSPTLKEFVIRFTLDATA
KNSINLWLQFAFATRQVESNCATPKLQTPSNIFWIHRPLVPENFKSLKDLSFKSVNLSGAAIEFFLHNCPLLERLVVHRS
RKISSLEVCGPSLRLKHLELIDCYDFKTLKVSLPNLTSLLVTIIDILLLEYVPMLVEVSVSCDDDGATPKRFISALPSCI
SQLQTLRLELYTTTYEWGRLPRKDREIKDSITSSPHHHLKSFKYSGYYGRHCDVALLGYVLENCFALEKIIIDPSGSYGL
DKLNMEQIGRKNAKQQLEPQIPEH                                                        
>Mgut_mgv1a007811m                                                              
MAEEQSRKRLKHSHGEVEQATASIDRISELPESILCHILSYLRTNNSVRTSILSRRWRYLWAYVPNLFFHSENQEIVNSV
MLLRRVQTINIFRLFHEIECSDYQLQTWVTFATLRNVQKIDLRFLSEEDALPRCLFTCKTLVSMRLRSCGVIPVRRGAVC
LPHLTKLHLIYVHFEADESLIHLISGCPVLAELSIQLSHGTVYRNISSPTIKRLMLNFRSHGNGGRSDRLEINTPALEYL
KISDSFSEHNKCGMLNSLVQADINLVTDHNIPDYVLYSRSLLEFIDRFCNVKRLKLVLSSCRKFCGEIEEWKEPEQVPKC
LLSHLKIVKLVNVKGKKHEFGYIEYLLWNAKVLERMEISYPGSLASKEKIHLLHEISVFRRRSSACQVAFAQAA*     
>Mgut_mgv1a022761m                                                              
MDIPPDLLQEIFIRLPCKDVVVSKCVCRSWYNLLSHPHFTANYTINSPFTAVFSDHLNPKSFSLLQLGQNGGLIPTPINP
KLPGYPAEKLDSNNSDLQFIGTRNGLLFLLLRIRSRNRTIEKIYFFDPIFDECVEIVENKVAGAEFGYEYTIGYVPEIET
YKILRFVYDDNQQVLRAKILSVGVDHDWRILEDPFTLLFPLSNGISFKGFHHWVSTNPNLDWICTFGLLDEKCSGIPKPR
ELKQLSHEKMNLRVLNNDRFSLIDVSVWGEITIWTMEEYGVADSWSKNVISCFSINGFPWELRRSDYHIITAFPNEDILL
SQKGGTTFFYISSERKQSTKVEIPDKSSSMTNATAFVPRFYRIKEDSTSGVLH                           
>Mgut_mgv1a025935m                                                              
MAAEQEESVHLPLEMIEIIVPKLPVKSLLRFKSVSKSWNTMISDPAFVKNHLQISKHSNPHNLFMQENPNSKGFFSLVKF
EDRKFRTVELLECPCAWDNFLAFCDGVLLLSDISYNKLTLWNPSTRQTAKFEFPYAHCCYPMSYGLYHDRTVDDFKVVVI
CRDHCAVYSCKDKAWTRKRRIQDIGLVQIGSGVCVDGVVYWVNHRWSSDGTHILYFDTKDDDELKVLRKPKNVNFTGKMI
DLICLRDSLCMCCIGRGMTNVQIWIKGKGSGNSTWKELMTIENVQTRASCFEPLLHFVGNKILIVWKDSKLVVYNPSEKT
FEAVDDSVLSGCGFFPYTESLFFPK                                                       
>Mgut_mgv1a023349m                                                              



MENAAAQKVEDGGRTDRISKLPKDILYHILYFMSKNEAARTCVLSKSWRRVWINRLKLTFDERSSSFDGPHRTRLFVSSV
NEALQSYLDNHNIHRIEEFHLILMNNSESILLLEKWIPMLDATPIRELCLWILPKLGRKFPYVDDLPSAVFKSERLARLC
LYRCKLSLEKIHFARLDRLRLSYVKFTERVFENIASSCPLITTMWFKECTWFEECDDEEVKTITLEKKLHKNLKHFTFIN
DRAHRMDKRRVEIHVTTLETIHVHGCTVQIHGNKFRNLKELSLGVVILLRESFDFSSRHEFPVLTSLRLHGTLRWEYLNL
RMNAPELTSIRYAAQIVPAITFTSPISSRCTSDIVIFRMQTDPVSWLLDLHAFLQTISRSEIRLCMCNVLEFVERVFVEN
KPPVVVQFRNHLLKERLSRKGIRRNSL                                                     
>Mgut_mgv1a025344m                                                              
MQMGGSNCNSVYMNLPYCLITCKNQRSSTNIDSLFDELVLEILVHLRAEDIFDAAMVVCRKWYRMIHTHNFIYSHLQNSA
PGLLIHYGSITNRPTFVSMDVEGRIEISKTVYKFIEYCWSSCNGLTLLYSPMDYDGLCISNTVTKQLIELPKYRDTVYNY
TGIAYAPASMEYKVVIISDSHDMYGTAPAALLGCVIATVGVDKSWRCVRIQHLSLESKELFKNVPLTTEGFLHWTSGEVG
TTRMLTLNVETEVITEIRVPQRGCNNNGSGQELRYYLSNGRSLTMLVSRSKFSWDVWELKKPEIGEWTKIFHIDLEGQKG
KFEHFAVPIIDLDPVPLTLQPVGWLNYYEGLVFQVCRPAEGCFVYKLGKQEIEILDFELICCYIKCVVHKNSLVGL    
>Mgut_mgv1a022429m                                                              
MDRIFDLPEGILQRILYFLSQEEVVRTSVLSKSWRYTWCTRTNLDFSDATFKGQKQEFLSVVDNALQQYCDQRVCLDEFH
LRISLHDREHESVSLLEKWMPMLTTMGVKESRLSIRSEYGSIDHLPSVVFEAESLRHLSLKKIVLDENAIGKIALCKNLR
SLHLLDVAVDDNIFQTMIAGFPLIETLCVDGLGIGLRTIKMNDLRNLKYFTFKEVLFSTDELCRIEIHPLSLETINVSYG
NVWFHKEANFRNLDDLHLRGVRSSLDSLSFCKFPRLKSLALLYCDEPKESRIFIDAPNMLYFEYRGDFVPSVSFATNSVR
EWKSEIHVTYIITPTANDGGTSLWFLKLDELLKSLSRSKISLSIYHKPRSIFKVDIIQEKINTVHDYGRNKPVFVETLNL
SFPLSYFSTLVNGAFSICRPRKIGNYLGEWEVEFVGYMWKILMERESGNENELTRLLFRDLEGANLEIKGNILAIFAGII
SFDSTTSRTLEYEKVKIHKQEKRI*                                                       
>Mgut_mgv1a003265m                                                              
MRGSDLINAVLPDELILEIFRHVDSKPSRDACSLVCKRWLSLECLSRDTIRIGASAAPGNLVNLLSRRYPNTRSIFIDER
LSISLPIKRRRTNRDGSDQSMPGDDVMGTNSLSDAGLAAVGESFLKLENLSLIWCSSITDAGLRSFAEKCRSLKSLDLQG
CYIGDGGLTAVAECCKFLQDLNLRFCEGLTDAGLVPVAVSCGRNLKSLGVAACAKITDLSLEAVGSHCRSLESLSLDSEI
IHNTGLVAVAKGCSMLKVLKLQCLNVTDEALQAVGVFCLSLETLALYSFQKFTDRSLYAIGKRCKKLKNLTLSDCYFLSN
KGLDSVAVGCSELTHIELNGCHNIGTDGLKSIGKNCVQLSELALLYCQRIENDGLSEIGKGCKYLQALHLVDCSGIGDES
ICSIARGCKNLRKLHIRRCYEVGNKGIIAIGQNCKFLTDLSLRFCDRIGDEALISIGQGCSLHHLNVSGCHQIRDAGIIA
IARGSPQLSYLDVSVLQNLRDNAIMELGEGCPLLKDIVISHCRQITDTGVSYLARKCAFLESCHMVYCPGITEVGVATIV
TTCTRIKKILVEKWKVSARTERRAGSIINYLCVDL*                                            
>Mgut_mgv1a018085m                                                              
YKVMDWNNLPQDLVDLILSKVFAKDRHNFSLVCRSWNTVVAASPFRHSPCLMFNQRKKKHVWKLSQNNNFFYMEFPQLQG
GTIRFANHGWLLISRGDDETLFFYHPFNHHMIEVPSPSDSNCAGYTTICFFHPPTSPDCFVVGIVTQLDQWSDTVDIGVL
KHGEDKWENCTYQSQIFQSSIGPPILHGGLVYFLDTDGDVATFDIREHGSLSSWKVFPDCLPKCLPECLEKHWSRKCIKE
HYFIKPKGEETIFAVFAVHGEREVKVYSLSETFSWELVEDLVFYVSNSCSFGYTTDVRSKSTFSWELVEDLGDRVFYVSN
SCSFGYTTDVRSKSMKNKIFFPKFHGDNVVYYSLDTHKYHSFEGGYSCNNPHGLKKLNFATWIMPGSTDTELPKESLEWC
PKLISES*                                                                        
>Mgut_mgv1a019202m                                                              
MVTSNIPPEIIEIILSKLSSVKSLLRFKSVSKSCNTMISDPLFIQNHLQSSNNSPNNNLFISAQINNNEHPGFPLVKFEG
GKVRAGEVFVENIPNGYNRILCECNGVLLLTNLYLPGECKYDRYLLWNPSTRREMFLINQCDLNEGYIVDYGICYDQITS
DFKVIFIFLRKYAIYSCNNNSWTKKPGRKYHTVGGTGSGLFVDGATYWILGDNTNRSGRQLVYFDPRTDELKVLQRPEQV
SNHDKYLLVNMGCLRGRVCLYCYNKVTKSVQVWIKEKGIDSGEN                                    
>Mgut_mgv1a021992m                                                              
AEIFPEEIIAEILSRLPVKSLLKFRCVSKSWRSLISDKHFIKSHLQISRKDTNFTRHWIIQTFLFENPIRKQSLKRCYLP
SLFSGLSSDPLEIDFPIENYKGGVWVVDSCNGLVCISINEGRHFLLWNPSTRKYKKLADVDDDDDDRMKLIIIYGFGFDE
SSDDYKVFCGFSNRGRGGTIAKIYSLRTDSWKRIEFLEEDNLGLDATGKFVSGKLHWGRRNNGPDYSNWDVFSFDLGTGV
CGNVAQPLSYVETGFSPSLSVLDGCLCVLYNSPRTSVDVWIMKEYGVSESWVRIVTVPYMHLPLSNPSIHTPSLCVGPKG
EILFKLGSDFLIYSPNDNRFRCPKMRSFGAFLEAGVYCESLVSLV*                                  
>Mgut_mgv1a008147m                                                              
MLLFLITCSFSFILFYSPLFACEMRLLSLCFWKSIKNTLFSATLSFFTTRMLPSKKIYAVPKVQRTAFDTNSGDQMSVLD
YLPDLVLETILEKLPPKGLCRMGCVSKSLRGMCVSDHLWERHVRSKWGRVVGTSAYREWLCSAHSRNQDSIFFDRIGEKG
FLGCLIALVRSRFCSVGKDKIFPPVNSVMSWYIALESGKLWFPAQVYNRENGHVGFMLSCYDAVVSYDRRTDTFLARYPA
HGTRTSAIESGVTWDRLRAPLVDTSPHDLHISDCLNELRPGDQIEIQWRRNKEFPYGWWYGVVGHLETCDGNANYCRCHH
SESLVLEFNQYTRGCRWRTTIVNRRDHREEGNEADGFYGGIRKLCGDEEISMWKQFWPDVVLE*                
>Mgut_mgv1a009233m                                                              
MLLFLITCSFSFILFYSPLFACEMRLLSLCFWKSIKNTLFSATLSFFTTRMLPSKKIYAVPKVQRTAFDTNSGDQMSVLD
YLPDLVLETILEKLPPKGLCRMGCVSKSLRGMCVSDHLWERHVRSKWGRVVGTSAYREWLCSAHSRNQDSIFFDRIGEKG
FLGCLIALVRSRFCSVGKDKIFPPVNSVMSWYIALESGKLWFPAQVYNRENGHVGFMLSCYDAVVSYDRRTDTFLARYPA
HGTRTSAIESGVTWDRLRAPLVDTSPHDLHISDCLNELRPGDQIEIQWRRNKEFPYGWWYGVVGHLETCDGNANYCRCHH
SGELLPCFLSLHKIKISYFFGDHLLINS*                                                   
>Mgut_mgv1a022709m                                                              
MGGSRFQIDADFQSEKCVGDTSSAGDADRISRLPDDILLDILSLLSLKESARTSVLSSHWINLWKHTPSLDFDDAQASID
KLYNQPDLRKGERRKYMRWVDSVCRSHESPTLKEFKIRFPINRSTRNAKSIARWLRFALSRRVRRLELDVEDLYGSSSKK



CCFLNKLLNPRTLVDFGSLKELMSLNNVDVSDGTIEFFLNTCPLLERLIVRFSKQMSRLEIYGPSLVLKHLEIKFCLGLE
SLKVSVPSLTSLSVTSLNGLSLENVPMLVDLSVHVVDDNTSLYRLFHRLLSRCISQLQTLHLSLSNIGFSSAELDELWEL
PQMPRLKKLVIEYCHKWYLYPREDRQQRNEYAIIKIPHRHLKVFEFRGYYGCSNDAGLISYVLENCVVLEKIIIDHCFTL
GNSDSESKKWKKLQERMRNKSLHH                                                        
>Mgut_mgv1a026710m                                                              
MSNYLPTDLVLEILVKLPVKSLVRFLTVSKSWRSIITTPAFIASQLSNAKNRTLLTYETEHNPLVKFTEVGPFCINSSSK
HEFPFLSFLIKVGCCDGLVCLSDDVFGDPSGSHIIIWNPSVRNHTVLPKPTINPNESHIAVLGFGGVANHVYKVVRLVYC
MINNGVVNFGGRPQVEIFSLETWSWRKVKTRVDFTLRAFSGFRRQAFLNGVVHWLSVEEPADDDNTTRRNSILAFDIRDE
VFSEVNLPDKLASAIKPELRIFVIGGLFGAVNYDGCESCEVWAMKEYCVKESWTKLYNVPLRFWVEKIVAFSNRGEALLS
IRRRVKSYIVANNPDTRYVKNYIVAYDPDTRRVKNYILANNHDTRVKNYIMAYDPDTRRSKDIEIDGTKELFYIDNYVES
LLLLREFTTYILCKATFTFYVLRLRAFGKLCKNSRPIMIARAEISFF*                                
>Mgut_mgv1a009525m                                                              
MADSIQEFTDSRQRIMNSSRFMSIDSCPMCRKRIRIDSKRQPNEFCAKKRYIGYNKDDRISELPDDIVVHILSFLTVEEA
ARTSVLSSRWINLWEYTTRLKLDGDEGLAKLRRQYMFRRKLIESEERKYVRRVNRVLQSHKALTLKEFRIRFALQITDHA
QVERLEFDLQDDDNYHFPEKLVSTSVNFKSLRALIFTNVHVSKGPIEFFLRNCPLLEKLIVCYSANLSNLQVCGSSLALK
HLEIVYCYHLNPLTVSAPSLTYLKAATYDRLVLENMPRLVEVDVNRTDDDVSLRGLCSALSCFSQLETLRLTLLRKEKVR
LLTANIFSLRRCIGFLFTN*                                                            
>Mgut_mgv1a018462m                                                              
MDRISELSNDILQRILSLLSQEDAVRTSVLSKSWRDIWCTRPNLDLSDTNFKHEFLSTVDKTLQRYSDQKICLEKFQLSM
SLYYSHSELKSVWFLEKWIRALTNMGVKEFRLSIYSKDSRRRRRRVKLPSVVFEAEFLEDLHVEGFMFDRTTIERNILSN
HLKKLHLEKVHIEDRIFQKIISSCPLIETMILKSCKSIEIYPPSLETIRITRGIILFQKGAEFCNLSSLSLREVLISSCS
SCRFPKSIEESQLFIDAPNIDSFVYHGFDIPSISFSTTSREWSSTLRFLFRDDPSLWLLKLRKLLESLSRSEISLGISQH
YINAEDIFKENHDLVQDIKDENKAAVVVEELKLQGDLSYFLPVSNGLFSICRPRKIGNVSYTDAESVLKNLMQREGGNQD
ELRQLWLPDLEE                                                                    
>Mgut_mgv1a021367m                                                              
MCAERIFAGNDDDDDRISQLPDDILVDILCLLSLKEAGRTSVLSTRWINLWKHTPSLDFDGEISFEAKLKESMGKDIPLE
ELEKLCKLPKSKRRKYTEWVNSVIQSHKSPTLKQFRLRYALDTSDKNSITLWLQFASSRQVQSLELFAPGSMAFDFKRLK
ELFFKHVNVSGGSIESFLRNCPLLEKLTVHSLGKLSKLEVCGSSLVLKHLEI                            
>Mgut_mgv1a011261m                                                              
MEVKKREADLDTQTPRKRQRTHKGTGIEELPDDVIVDILSRMSIKDAVRTSVLSSRWRYLWMSMSVTLEFHDKDIATRKK
FRAFVKHVLELYNRVDGLVIHFSNTRQKTESTAIDHWVYSAMLKQVKRFELDLSADCGFHCSYEFPSFLCIRASDATKHL
RVVDPLPNLKELEISDCCNLESLEISATNLASCTYQGSEISLPFKKTRDPFELTLGGVFCKSFVYEPNKHSSYSAQLVKL
VLNLQTEDVQREVRELHHRMTYLNHHERTDIFHFFFVTEHQENNCSS*                                
>Mgut_mgv1a026138m                                                              
MSDYVPTDLLIEILQKLPVKSLIRFAAVSKSWRSIITSAAFIAFHLSKGKNQTLIHTLSTNSLVKFTGGVPFAVNSPSKL
KFPYYESHGIYLRIVDSCDGLVCLSNNFFKISFAQPPGVIWNLSVRNHVVLPDPTINPNDAYISVLGFGVDAGRSHHKVV
RLVYCRDAAGIFMTQVEIFSLKTWSWRRLIGGVDLTLHAYPSLYFRQVFLNGVVHWLIEQKPIGDNSFRRSYILAFDVGD
EVFREVMLPEWEAGGSGFAKLSIFVIKESLGVVKSTGESCDVWVMKEYCVKESWTKLYTVRLFEKIKNVVGFLNSGEALL
VLENSRLVVYNSETKQTKDLGVYG                                                        
>Mgut_mgv1a021186m                                                              
MDNNKNTNEKNTNKDVISNLPDHILHEFLVRMPLRNAVRTSVLSREWRDKWKYIQELVLNKDSGFFYRYHDHQFRIYQLL
FNHRAQIRKFSLAVPPFMRLSTIDLLILCLSRNHLVCDFTLAPYVMDNYIMPSHFYAFRKLAVVRLSRCTLISPPQFQGF
STLVKIEFQEVQFLPGAFERFISRCPCLESLYLSSKTINMDSLEVAGPSLRIFACHGFVKTIHFKSCPVLAQLWQKGWDA
NVLEMIQEQETPNPYLNQLKKIELHCYSGTFHQTALLKYLLTSATGLEYMVIVPASNYKPSVDLRVQTMEYPWASPAARL
I                                                                               
>Mgut_mgv1a025180m                                                              
MDRISKLPEEILQRILYFLSQKQAVRTSVLSKSWRNIWCTRPNLDFSDDTFKGNKQYFLSVVNNTLQRYRDQRLCVKKFH
LRISLGDNTYKESVSFLEKWVPRFTAMGVGAFRLSILSKNECVDMSSVVFKAESLKLLRLFNCDLGQNTPKNIPFVRLTV
LRLIKVLINKDIFNKIVWSCPLLTTMLIEQCRGLENVTLEKTRHKYLKHFTFRTIDDRCSVEIDILTLETIDILGCKVRF
HSHEFTNLKSLSLHSVEISTDSVEQSRALCIDAPNIKYFRYVGNLIPSISFTPTSNKWKSSSNVRFYIKDVQDAQSCFLK
LSKQLQSLSRFGISLEIAQYFDHNIVHNEEDLNLIRVASLPSFLNCLFCICRPKIITRYWLMHGELMMRETEQKELIQYF
CILRERGNQDLEDLRIEIFNNSRREWKRLRGPILLESALLDISHIRIRLKWRESCESSSNLLEL*               
>Mgut_mgv1a022894m                                                              
EKIVAASNYKIINNIDNDDDGVDKISRLPDDILVSIISRLTVAEAVCTSVLSTRWRGLHKYITRLDFSPTSKQLQAFKDQ
EKKRGRNKKGDDRVFEEEVVRSCASIIDRTLDSLKGGAALEEIRLYLPWFQINTWSEDETWPIKRWLYFAFSKKVFTTTN
FHDKYYHMKVVNKASNDDHPKTVKLSGIKASPNEVELGVLVIGKATALEELIVEISPDKSYTNRERTIARVRKEFQPILQ
DSVNFVVV*                                                                       
>Mgut_mgv1a023087m                                                              
MADENKPHIPSEIIEIILSKLSVKSLHRFKSVSKSWNTIITDPLFVQNHIQKSKNSNSHNLFLSRVRSSSPIRFSVVKFD
DKKFQTLPVVIEAPFGCGLVLCFCDGILLLTNHSYQRLVLWNPSTRTAEKLWHRNGCSKASFGLCRDPNTDDFKVVVADW
YHYSVYSCKNKSWIMLTKNYEIESTGLGLMNRNPKGLCVNGASYWVWSFENATKIMYYDPRDDKFKMLDKPEKIDDRKLI
FLVNLRGSLCLYCNFHGIEKNTVRIWEKENGIDNNSWKELITIKYHKVSVFSVLQPLCFNQNKIAFTEDYDRLVIYNLCD



RRLEEFKTDTQFWDIASVPVNYMESLYFPIERSKPER*                                          
>Mgut_mgv1a018207m                                                              
MAAKHPKRSTSFLPLEIIETILLNLPVESLLRFKTVSKSWNTMISDPAFVENQLHRSKTSSSRNLLLGELGFSHYNSEDY
SLVKIDKDRKLQTLQLSEYPPGSNVVLSYCDGVLLLTNDRQTCMDFVLWNPSTGTHATFQFPYEVNPRSQKIYGLCHDPR
TGGFKVVVVVCLKYYTVYSCKNNSWTRKKEFGDTSFLVVYDPHIFVDGVFYLLLMDPGIYLITYFDPVDDEFKILRKPEI
VVDHLWIYMADLKGRLCVYCNANDGRGNAIRIWIKGEGVGNNYWEELITIENVPTYIWFFKPLCFVENKILIQLYSRRLV
LYNPSEKTFEKFDIERYTICQYFPYLDSLIDPGSFFPAQEKEEVVIEKLISCS*                          
>Mgut_mgv1a025628m                                                              
MATSNIPSEIIEIILSKLSSVKSLLRFKAVSKSWNTIISDPLFIQNHLQSSNSSPNNLFLSRNTNSTDRGFPLIKFEGPK
TKPGEMFVENIPNGYSVILFECNGVLLLTSLSDRDRRNNRKYALWNPSTRWERHLETRYKDHVVDRGICYDKITGDFKVV
FIYTTEYAIYSCKYNYWRKKKLGKKCYGAGDTGSGICIDGDTTYWILEESAKMQLVYFDSRIDEIKVLQKPEQLSEDDKY
VSSYNMACLRGSLCLYCYNKDEKSVQMWIKEKGIHTWEKVITIGNIENLYLWSTQLCFVEVENKATNYSPTEKAVEKLVG
IDIYRGRYVPYRNSLYFPTGVKTKTIKA*                                                   
>Mgut_mgv1a023747m                                                              
MKRARGEDDSNSVDRISELPQGILQQILYHLSQEEAVRTSVLSKSWRYNWCTRPNLDFSDRSFFKGSKQYFLSVVDETLQ
RYRDQRLCIEEFHLCISLDDSDPASSSFLEKWIPTLATTNKEQGSVSTYPPSVVFEAELLQDLQVEELTLDRKAIDRIIH
FKHLKKLHLLDVCIEAEIFQNIISRCPLIEDLFVEDCRGLRKIEVNDLHCLKDLYFTDYEVVEGDEECCSIEVYPPSLET
IKVNYGNLRLSKGAVFCNLNHLYLCGVELLLDRLSSCKFPSLEYLSIVYCEGLRGIKLFMDAPNMVDFSYQGDFIPSISF
ASTSTEWKSDINLHLCDAPSLWSVKLRKLLKSLSQFQIFLWIIQEDDDGDGDGDGDSDVDGDGDGDGGGDGDGDGNGDYD
DDNGDGDADVDADYDYDGDGDVDYDGDGDGDGDGDGDGDYDYDYDDGGDGDGDGGYDYDDYDDYGDDDDEHIIQENINLV
QDKGCDKPVVVETLQIQWCSFSDIPSLFNGALCVCRPRNIGPYYRRSWEKEVVCAEKILMQRESGDDQDDQLRQLWLQDL
EE                                                                              
>Mgut_mgv1a022740m                                                              
MPNQHLFISLCNLIFPCLNLITHEQESSSSSTTVSQLPTSVILQIFFKLPTHSIIRCKCVCKSWHNLISEPYFNNTYQLN
YPFTSIVRSDHKTITNPLDHQSFYILEIGLNDEVTPTPFSPNLLDFSGDGIIGITGSCNGLLCLVKSPQLENESRGNYVH
NRDSIYNNQTVCIVNPLLAGGCVLLPDVTRAENIRDVVYGFGSSKSANVYKVIRLVIKYVFVGVVGHEIQVSGEIFTIGV
DSKWRFFKDSSIPCYTFPCGVSLDGIVHWMGDDRRSGLIYAFDIAREKGNRIPIPPGLGDDAGNIVLAVWNGNLCLTDNS
SEFQVDVWKMNRYGVADSWTRDIILKNQIPSDLRNFPLIPITTLMNGDLLMSRVYGQSLISFDPKRKKCRKYGDFVVM* 
>Mgut_mgv1a020131m                                                              
RKNENKSRMRKRINLEQEIPEEIIEEILFHLPVKSLLRFKCVSKRWRSFISSEYFIKRHLSKSRADEKDNGSKFIFSFEG
KQNNSSTRFLSVGSSFSLDDDEPIVTTSLDIQIRPETEIQVVESCNGLVLVENIYTGHLICWNPSTRKTKHIEKPFGFGS
GKVGGYGFGYNESTDEYKVVCFRTDEYKVVCFRYMESFEPRTHAHMYSSKTDSWKGIEDLDKHVSGGAGKFVNGRLHWLV
FGYAGWEIVALDLVEEKYETVDWPVSFPEIDLFPPYLENTGGCLTLMDFNRYTDAMSVWVMTEYGARESWTKIWTFPNSF
DPPIEHECGSPTPPLCLKRNGDVVVAFRSEIVAYNGENLLRWSQVDKFDRLIGSISYVESLVSPFGSDDDETASWMMTI*
>Mgut_mgv1a025616m                                                              
MAIPELPHDIWIDIFSRLPLKSVGKCRCLSKPWRTFLSSREFIKSHLTIKTLNQQNLLLVTLSNSIQTIANVKNDTVSRK
LGRIHGYTLKVVGSCDGLVLLVNEKNDKFLVNPTTLHVAKLPNSPLALKSKHSSTMHGFGYDSYIDDYKVVALSYYDSDT
EYEPDCVDTFVDVYCVRRGVWKRVESSPYDHSAPVTPSGAYLNGAVHWLAGSRESGHASVIAAFDLVNEVFTKIPAPNKS
FEYSTLEIFGGCLCMIVDRMDMRTDIWVMKEYGLADSWIKYTIGCGYDYDILNPLCYIWDEGVVWMTYDGRLAICNPKDE
TFKDMIVDGVPAKFTDGCVFVESLVSPCL*                                                  
>Mgut_mgv1a021615m                                                              
MKSEEIHRHLPEEIIIEIFSKLPLKSVLRFKCVCRSWLSLISTDHFIVTYLRNSANDDDAFDLSTKIITTPSKSSRAVIK
ACSLRSLITEPSTRVFSLDFPTDNSRDLFIVGSCRGLICIVMVDKYRFFLWNPKTRERKELPDFFAGVNHRNRNCGFIAR
HGFGFDESSGDYKIYVVYCLRYRPLVSVARLYSLKADSWGEVVSVTDGSLFDPGRFVSGKLHWRSDYETGSDWIVSFDLK
SETFGTIEKPNCLKDYVMSGLGVLKGRLCAYFDYPENIATIGFDIWIWNEYGVEDSWSRLLTISYLSVSWRPKLWASYGP
ITPVFVLPNEEVLFTYSSDFYTYNPKDNWVRKLDTVDFDLDGIRHAHVYTESLVSLVP*                     
>Mgut_mgv1a010006m                                                              
MASDYALKLAELEASSRLRAAQFLVTNRPWLDLYGINVRPVTPYGSLSNRELIDTALINRMPDELLSEIFSKMTSYNLGR
AACVCRKWRYTIRNPVFWRYACLRAWQLNGVVENYKILQSVYHGSWKKMWLLRPRVRTDGLYVSRNTYIRAGIAEWKISN
PVHIVCYYRYIRFYPSGRFLYKNSSQKLKDAAKHMNFRASKADCVFSGQYTLTEDKVEAALLYPGLSPTVLRIRLRLRGT
IEGANNRLDLLSLVTSGINDAEVSKCDDDILGIVEGWQEDETHNPDIPAVSHNRGLTPFVFVPFDEVETSVLNLPVDKMD
YFVTG*                                                                          
>Mgut_mgv1a022212m                                                              
FDNDRINRLPDDILVAILSFLSPIEAERTSVLSSRWINLWKHTSSLKRYNEYTLLVDEVTQWLEYASAKKVPILELNFSP
KFDESLSYPGLTCAFPHEFLARSISVDFKPLKALTLEYIDVDGGAIEFFLRNCPLLEELIVHESKELSIVEVCGSSLVLK
RLEICYCRNLKLVRVSAPNLVSLTVQSLEELLIENVPMLVELSLPWGFGEISGENLCNAISCCNLQLEVLNLSVLKNPEV
S*                                                                              
>Mgut_mgv1a019110m                                                              
MKRKRGEEQVKVNCGVDRLSCLPYDILGRILSFLDTKSAIRTSLLSTQYRHAWASSTTLHFNLASSKYSHAISRSFETNV
SHVLQRRKDYKNLESFRLSLHIGVTSIFIEECIHYAVQRNIHHLRIRANTKDHRPATLPKLLLTSSSLITLHLNDARRDS
IELPTSVVLPNLKILHLKNFEFSAKNYNGEVFTGCPNLEELVLVKCLIRCGDELKVLDVNCLNLKKLEIRYWRSPWEDMI
GVNAPNLEFFKLQGSITRIDFRTDMPCLYRACIELSVPVGEKMMTTSETLFSMLHQMHHVNVLKISPQTMKVIDAFPELR



DEKMPGFEILKIVNCKEDIPMYELKDALAFTFPHKEGSGP*                                       
>Mgut_mgv1a023916m                                                              
MGGTQINTDTNLQPQTNSCGERSSVVDNDDRISQLPDDILVDILSLLSLKEAARTSVLSSRWINLWKHVPYLDFDVSACE
GHKYVKWVNSVIRSHKSPTLKKLKIRFPLDGNSITRWLEFAFSRHVWRWEFDFDVYFKDFCFPYELLAPRSNMVLGFKSL
KELSLKKVNLRGGDIELFLRNCPLLEQLIVHTTWTVSKIEVCGPSLVLKHLEIVKCTGLESLKVYAPNLASLSVTSLKGV
SLENVPMLVDAT                                                                    
>Mgut_mgv11b016512m                                                             
MAASSSNSPEAEATPPPWEELPREITAAILRRLGTVEMVTTAQNVCTTWRSVCRNPSMWQCIDMRSITYEAPPNSEMVCY
DAVDWSNGELTDIRIDFFGTDDLLLYISERSSQLRSLRLVYCTHITHEGIMEAVKYLPLLEELVIHCIYLSAKAIETIGR
SCPLLKSFNYNGHWSKYMVSNLEAQAIAKNMPALRHLQLFGNKMGNEGVHAILEGCPNLESLDLRKCFHVRLSGDLGKLC
SERIRDLKLPNESTDDVYQFAVTGTSGYATSHSDDETSDDDYVKEKITRKQRNRKTKKQKQKKNNKRMFD*         
>Mgut_mgv1a019122m                                                              
YKVMDWNNLPQDLVDLILSKVFAKDRHNFSLVCRSWNTVVAASPFRHSPCLMFNQRKKKHVWKLSQNNNFFYMEFPELQG
GNIRFANHGWLLISRGDDETLFFYDPFNHHMIEVPSPSDSNCAGYTTICFSHPPTSSDCFIVGIATQIDVGYDTVDIGVL
KHGEDKWENCTYQSQKFQSSIGPPILHGDWTLQLGLCRDRLIHKFEKNHWNGIQN*                        
>Mgut_mgv1a026067m                                                              
MELGLISTDLPEEIIEEILCNLPVKSLLRFKSVSKQWRSLFSSKSFIKRHLKKSTTYLSHNRLFILNRVDDFINRSRRSC
SLSSLLENSTATISDRHPTDHIYDRISEDADADANYFHRYYCPYYRYPEMMTSTTIGDDGNPNNDGFGILGSCNGLTLVT
IGMRDLFMWNPTTRQAKKIVPPESHCFTDGFKNIRRRSFLYGLGYVESTDEYKIVCIFFSYMNHRPTEIYSSRTGSWKKI
QNFDNEFTFNGNKEFINGKFVNGKFHWLIKHNNGGKWDIVALDLSEEKYEIVGRPPNFPDRYLSFTSYHEVNSRVTDVWV
MTKYGETGSWIRAWTLYSEMARGITCMLWLRLTTAENGDSIILVSYGPDAVVYNGFGVLHKSRVDMIDSSTPKYNVEIDA
NIYVESLVTFHRFSNL*                                                               
>Mgut_mgv1a019771m                                                              
MDRLSDLPKDILHRILYFLSQEDAVRTSVLSTSWRYIWCTRPNLDFSDINFKGNKQDFLSTVETTLQQYYDQGLSLEKFR
LYLSLLGKDYSHHESMLLLDKWVPLLKVMRVKEFCLSILSDHTPGITDLSSVVFKAEALELLHLNRCSLGKNIPENIPFL
RLQVLRLSNVLVENEVFEKLISSCPLLTTMSLDGRKMQHRNRHPDS*                                 
>Mgut_mgv1a020181m                                                              
YCVGDDDDDDRISELPDDILVVILSLLSLKEAARTSILCSRWINLWKHTNSLDFDAEEAMCKLARARARELEEEEGLKYI
EWVNSVLQSHKAVTLKEFRICFDLSEPSQIAVTTWLEYALARRVQRLEFDLSAANCSRYFRADLNYVFPQELLMESNGVG
STSPPPSDTCIFNHHPRTRFDFKHLKALSLKFVTVTREAIEFFLNNCPLLEKLVVHKITKITNLEICGSSLVLKHLELWY
CFDLDSVKVSAPNLTSLSVNLFNELILENVPMLDELTVSCGYSEFSVEKLLLYSCISQLESLHLFLNKLEGSTVLCNFPE
MPRLKKLVIDYWAHGEESLIALTSLIRASPYLQQFVLKLGWLEISRSDREVESNVRFPHEHLKVVNFCGYYGRSSDVEFV
>Mgut_mgv1a026230m                                                              
QTMCEEVKLQFYMPTSMIMTTINTLEIPEEIIEEILLNLPVKTLLKFKCVSKRWRSLISGNYFAKRHFKKSSSTTDKDLT
DSTYQNRLTFFKRYQTNFFTVRSYSLRGEPVIDLSTGLDNLYPVRSSAEWGCVVGHFNGVVLITVSVRDVLLSWNPSTRR
IKKIPLPSFSWGLLRDFSFGFGYHESTDEYTVVCVDISAYPEPCPAHVYSSKTNSWKKIRDFELGCPGRFSAKFVNGRFH
WLLPLKVNGRGYDIVSLDSFEEKYEVVARPRCLDIGRIIVGGILDRYDHRLKLEELGGYLSLVVINVDSLWEVNIWAMME
YGAGESWTKVWTLSDFFDVGRRLICVMPLCLKNNGDIAVAVDSNVVVVCNGKNELCRSRINIVDQVKPVFYDESLVSPFG
SDER*                                                                           
>Mgut_mgv1a027019m                                                              
MSDYFPADLLSEILVKLPVKTLIRFTAVSKSWRSIITSAAFIASHLSTNSENQTLLLTRHGKHSKLDHFSFLKASENGGF
GINSSSEIKIPFEFPIEYSRIVGSCDGLVCLSNDMFFRNPSIPSIIIWNPSVRNHIVLPNPTINPIESHHVVLGFGGFGS
NAYKVVRLVYVRKIDDVSCLSVPPQVEIFSLDKRRSWRRLIGGVGITLWALKSTHCRAYVNGVVHWLAYKPFDENQPRRC
SILAFDIGDEVFGEVMPPDELAKEASASLGIFVIEDSLGIVGSNMVSWNVWVMKEYCVRESWTKLYTIDLLEEITHFVWF
WKSGEALLTIRDLGLVVYNPETKETKDPGIYGDPYSFFVDNYVESLVLVRGHG*                          
>Mgut_mgv11b017206m                                                             
MKRPKGEDGFNSMLPEHILQRILCFLSQKEAVRTSVLSKSWRSIWCTRPNLDFSIQAFEGNKQDFITTVDNTLQRYLDQR
LCIEEFSLRVSIGGDDDEESMPALEQWIRLVTNMGLKELRLRNSTEDYKNNHLPSVVFEAESLKYLHLDRFIVDQTTIRR
ILLLKNLKSLDLQRVSIKDDIFEKIILSCPLIETLAVRNCRTLATIDATSLQNLKKFTFLNDDVPFVDYCRIKIHTPSLE
IIDCNGGCIPFLKGADFRNLTRLSLTGVDSPLDHLSTCKFPILEILIISDWCGLEEIKLFIDAPKINNFEYCGDFIPSIS
FATTSSSSEWHSNIHLHYIDVFSSLWFLNLNELLKSLSQSEISLNIDQCSPIRENIAVQDNNIKPVVVDSLSLCFDLSSI
SSLMNALFCVCRPRLIDDSFFYGNGWEMDHIECLWDILLMHPDLEEVRLEIHDKNKKEWCPITLSQWPHCQQGVHVRTRF
ALKWRQTL*                                                                       
>Mgut_mgv1a007105m                                                              
MSFRSIARDIRDSIGNLSRRGHGKSHGAVHEVHDRPEVVVQSGCWAGLPPELLRDVIKRLEDSESTWPDRKHVVACAAVC
RSWREMCKDIVRCPEFSGKLTFPISLKQPGFREGPIQCFIKRDKSSLTYHLFLCLSPALLVETGKFLLSAKRNRRTTHTE
YIISMDSDNISRSNNTYIGKLRSNFLGTKFVIYDTHPPHNTSSSSTLPPPGVATSHSKKVSSKVPSGTHSIAQVSYELNV
LGTRGPRKMHCVMQCIPASSLEPGGFVPGPQELLIPSTLGDSFRSVGSSIEFGSARFSDIVVAAPDERDDVAKDGPLVLK
NKAPRWHEQLQCWCLNFRGRVTVASVKNFQLVAAVAQAVTAGGGPTAAPANTPSDQDKIILQFGKVGKDIFTMDYRYPLS
AFQAFAICLSSFDTKLACE*                                                            
>Mgut_mgv1a021597m                                                              
MASGPDSSDFFDLLPDPILLLILNRVSDIKTLLRCRSVSRRFNSAVPQADSLLLRVDRVISSSDDDDGVSFFSALFKSLL



TSLHHLVSPPPTGKQPPENPTSAAPPPPNSPSQILRSFDAIASLRIELPSGDLRLEKGTSIKWVARFGKTLRSCVILAFK
NGGDSTAADSGGGLKMRVVWTISALIAASARHFMISEVVREQHSLSRLVVYDRDNEGTVIMDKDGLTESRDSGGDVAAEE
TNAGGMWWRNNRTTVPAVGMRMRHEARMELSGGMVLEGATLVVVRPVGGGGEDDDEWLVEEAFGKEGVWAEAVQRLIKSR
SYILEMNSF*                                                                      
>Mgut_mgv1a007253m                                                              
MSFKSIVRELKEMRDGIGSKSRRGFEGKHWRSKGRSFIAPDIVAAASSEAIEQGQWANLPPELLLDIIKRVEESETAWPA
RTVVVFCASVCRSWRDITKEIVKTPEECGKLTFPISLKQPGPRDAPIQCFIKRDRTTSTFRLYFGLTPSENEPDKLLLAA
KKIRRATSTDFVISLVADDFSRASNTFVGKLRSNFLGTKFTIYDSQPPTNGAAQHISRQSRRFNAKQISPKLPAYNYTVS
TISYELNVLRTRGPRRMQCTMHSIPFSSIQEGGTAPTPTSFPQCFEENKSSSSSSSFSALSAISNNNNNNTNIGGAAAAL
VLKNKSPRWHEQLQCWCLNFKGRVTVASVKNFQLVAASVDPSVDLAAAEQEKVVLQFGKIGKDIFTMDYRYPISAFQAFA
ICLSSFDTKPACE*                                                                  
>Mgut_mgv1a007654m                                                              
MSFKSIVRELKEMRDGIGSKSRRGFEGKHWRSKGRSFIAPDIVAAASSEAIEQGQWANLPPELLLDIIKRVEESETAWPA
RTVVVFCASVCRSWRDITKEIVKTPEECGKLTFPISLKQPGPRDAPIQCFIKRDRTTSTFRLYFGLTPSENEPDKLLLAA
KKIRRATSTDFVISLVADDFSRASNTFVGKLSQPPTNGAAQHISRQSRRFNAKQISPKLPAYNYTVSTISYELNVLRTRG
PRRMQCTMHSIPFSSIQEGGTAPTPTSFPQCFEENKSSSSSSSFSALSAISNNNNNNTNIGGAAAALVLKNKSPRWHEQL
QCWCLNFKGRVTVASVKNFQLVAASVDPSVDLAAAEQEKVVLQFGKIGKDIFTMDYRYPISAFQAFAICLSSFDTKPACE
*                                                                               
>Mgut_mgv1a007630m                                                              
MKPSEKNPKMNPEFFKNLPSEIIIEILSRLPIRSIAICKCVCKSSQYLLQTREFVDSHLSKSVPGLVTCYEFYEYKVFEF
GDELDLKGEYKPVTELDCENSISPSVIKGSVNGLLLLHPDVSKYHDLFISNPINRDYIDIQNKGMHNHHYFDGLVSYGFG
VSEVSGEYKVVRIVQKCVRHSSTNEVRRITKSICHVYTLGTRKWRKIEPCGLMGNKDYSIGAFLNGSLHWFVEDFKGSYS
ILCFDLEEETFSTFSLPSLLTDRETGLQVLVALGDYLCISDSAYQEEVAFWLMKEYGDESSWTKEFVIRKSPDFVCAYGQ
YAELVIPIKVFENGDVLVTWQDLKMFYYSNETKTTKRMDAFGRFDGLTPMYAMPFTPSFLSLEKSFPAEDVTSFSSFDYP
F*                                                                              
>Mgut_mgv1a019667m                                                              
MEAKPGSNSSISDHHQPRSFRRRIETPAAAETLPEEIIEQILLNLPVRSLLKFTSVSKSWRSLISSNRFIEAHLEFSRKD
PNFTHYRTISTFSPPRNGGVKHCSLPSLFNGNGLATDAVDVDFPFDFSEKSVRVMGSCNGLVCIVTHEAHLLILLNPSTR
KFKKLPDVCDRLMNTIICAFKYGFGFVESTRDYKVLLVCCVFRRDSSRCETMVKVYSLTTNSWRRIEFVVEDRYGFDVSG
IFVSGKLHWCKIVKPESNSTFGIDTFDLGSEVWGNVTQPPSCVESGFYVSQSLGVVDGCLCVFYDHPRIGVDVWVMKEYG
VSESWAKIVTVPDIHLPLISYPSNHKPSLCVGPKGRILFVFGSIVLIYNPRNNKFTCPDMKNFGGFLRSHVYYESLVPLV
*                                                                               
>Mgut_mgv1a019880m                                                              
MATESVKKSSSSTNIPPEIIEIILSKLSSVKSLLRFKAVSKSWNTLISDPVFIQNHLQSSNNSPNNNLFISSYTRGSDSR
GFPLADFEVRKSDAGKISEENIPNGYNSILCECNGVLLLGNHVKYALWNPSIRCEMFLIYKYEFHEDYIVDCGICYDQIT
GDFKVVFIFPTKYAIYSSNNNSLTKKNLGTNYHTIDGTGSGLGIFVDGATYWILSDDTISIHLVYFDPRTDEIKRLQKPE
QRQSDDDKFQLMNIASLRGRLCLYFYNKEERIAQIWMKEKGIDKWKEFITFHNFEAPYKLSRPICLVENKVVIQ      
>Mgut_mgv1a009397m                                                              
MSEEIDAEFQSKMKLDNDRINRLPDDILVAILSFLSPIEAARTSVLSSRWINLWKHTSSLKFDAYIGRAVDATANRKKLS
EVERGKFVNRVNFVLQSHEAVTLNEFIIRYDISGSDKRRYDDYTLRVDEVTQWLEYASAKKVPILELNFSPKYDESLSYP
GLTCAFPHEFLTRSTSVDFTPLKALTLKYIDVDGGAIEFFLRNCPLLEELTVHESKELSDVSVCGTSLVLKHLEICYCRD
LKCVRLHSPSISTLKSTMSTGFPHEQLKVVKFCGYRAREIHVRLARYFLENFVNIEKLIIDPRPFFFTEQIPPVSSIPIE
NVRSRSREQLGAEVPERVELVIL*                                                        
>Mgut_mgv1a026894m                                                              
MATTTEENRNIPADSPRCEILSRIPADLLRDEILSRIPATDLFRIFRLVSRQWRRLISSPEFIQIHLKRSTADETQIRII
IADPTAMTYYNYAPGATKDPRFYPYPPSSSHRYDSCPIILGSCDGLICLYEGANQRFSVFNPSMNRYELRLADKFRWLFL
TNYASWFGRNPCTGEYVLVIGSRLQGSHVDIRVYELKTHAARKSRSIIHQKKHGRDYKYFDPVGKFLHGALHWAACTQPM
NEPHFEKKHVIVAYDFGKNEILEIPAPREFPFTVGVVDECLFVIFGNAAQVFELWTMREYGVKESWTKYANIEGGTEGFK
YTQLLVPLAFSSDRDELIVDADRKKVVKYSFKEKKITLLKNHDSRESIAISYVDSLVPAK                    
>Mgut_mgv1a025274m                                                              
MSIEHHTSNLPNEIIEIILLHLPIKSLLRFKSVSKSWNSIISDPVFTHTHLQFSNSPHLFLIKNRSFQGAFSLLKLEAKK
FHREAVLSGPYGWNTVLCHCNGVLLLTDSYFKPTCYALWNPSTRTETYFTFRYTFYEDMNYGICYDPAIHDFKVVFAAGK
NYAVFCCKTDTWTRRVGFPFKGTHSGVFADGAYYWVWRDKEDVRHVVYFDSRIDKLKRLQKPKQLTDEDHVSVACLKDSL
CLYCNALGDETKVRFWIKEKGSSFKNCWNDWISCM*                                            
>Mgut_mgv1a023644m                                                              
MASYDVPNDIVENILLRLTAKHLRGLKAVCKSWNTMISDPVFIQTHLHRSKYSHLFQSKLSLNYYGEGACSSSSSARSRD
KYRLFELQGEKKFLIVEELVSPYSGWKAVLCSCNGVLLLTDSLSRLYVLWNPSIRAETEIWFPYDFYDRHMSYGLCHDPT
FDDFKVVFICLDYYAVFSCKNNSWSMKNRFSYTGRVKNYSRGIFVDGAIYWVWRRETRVEEIVYFDPSDDKLRVLERPKY
VEERGKPIYLADLGGRLCVYCNGRDKSVVRIWTKELKGSDGGSWKEVMTVENVRAPVRWLRPLCFLGDKIVIRLNVLKIV
VYCPREKTFEEVGVEGFRLSSFELVPYMDSLLFPTRTNKQTRKRKYIEST*                             
>Acoe_001_00007                                                                 
MKEERDSKRQKVCSQSEEAIEHCDMISDLSDSILVQILSFLPMEDAVKTGILSKRWDHLWTKVRSLYFNGPLSRKRTGQE



KFISFVNHTLSLVDGDKIEEFSLDFNQSPSEVMKGEEETEMRMFDLDIDRWIRCAARRKVEVLHLNFSYNPSDGPPVGVP
YKLPAHLFNNDSIEELMFCFCSINPIRPIQWNNLKSLFLYNIQLDDVLIQNILSGTPLLEILRLSECNGMRILNVTSPNL
KSLALCLKSGPCLELSAPFVETLEISGDIEQYRLMNVSSLVDVQVNPEGQTIHEEFQTMLQGLLESVRHAKVIALSTRCL
QVMSALEIKMPPTSSFGCNLLELKTSLTKWQLPGLKLLLRTSPTLQTLIIRMDGKPCKLSLDQELLPKYDFDEVHYWSSM
LSFPCLRKTLKTVKIFDFSGGSSETALVEFLLKKSLVLQKMIIYNTTTEYVPEHSAFTSNDKFSNKSLNIERAWQK    
>Acoe_001_00030                                                                 
MKNLKKRKPFPFRFLLNRILSSKRSSFNREEMKKKMKKLKKVESFCWFNLLPEELTLNIFSRLPIKSLMKSKCVCKTWNS
SISNPHFINQHLSRSPFIGNPFIIFSTTDFIIDDNPNYPKPKLSIRRNFHFVEDIGGENEEVKPLALDPVLTYLDIVGSV
NGLLCFGGTSCNGDLITVYVFNPFTGESTQLPTLSSIPFESKHTLFGFGFDSDRGEYKVLRLIFHSMKECLADCIVEAEV
CTLGSNSWRRIGEAPFSPYGSEACVFANGMIHCVANSIDDGDDIGIGYFDVGTEELYFDSLFPEMLPVWDENIDIGVLGG
CLSVVNYSSLDFAEVWIYTDFFQKGENKEEAWTRLFQLPLDNVVSLNLMCLLKSGEILFLHNHEELVSRYPFGNDPRELG
LHGMSETIHAYVHVGTLVSPIMPPQS                                                      
>Acoe_001_00370                                                                 
MPPNRFTQLPGDLHDQLLENIAKSFDLDDLLCFSLVCKKWESIATPLLPPKLLPLLIVPYNGFTSETTVFNQTLGFYSFD
NEKTYKIETPQVANRRICGSCKGGWLITLHKNGEIQVFHPFSKKLINLPPVTEFPGVIGPLFTKGNSFLYNVASKGRREN
VLAEKMCEFYIYKSVMFSEFPSKGVVIVIYGFSRRLAYCRPGKDKKWIPLKGDDNSNFEDVILHQGKFYAVQDDGNVYVL
GGIGSSSPSVELVLSEPYRYMYYKKHLVECKGDLFLVSRIRNPLEPGDEEAHLTTGFDIKKIDLSGPSWVSVDNIDKDSA
VFVGNNDFFSLSPLNVPGCKGNHIYFTDDCLDQFVSAGYLDCSEDDVYGGHDIGIYNNVDDVFVRFYPSVSKIIKPPPVW
FTTNSY                                                                          
>Acoe_001_00374                                                                 
MANRFAELPDQLLNNIVKRFADLDDLLCFSLVCKRWESFAKQLLPPKLLPWLIVPYNGYTSETTVFNQTLGFFSFYNQRT
YKVETPQIADRRICSSCKGGWLITLHQNGEIQEIGML                                           
>Acoe_001_00388                                                                 
MASLPEEIIANILSRVPTKSVMRFRCVCKPWCKLTSESTFIQMHFNLFTKKQGYEKGENMNLFLLKPDYIERDVMSKTTY
TDGREDSSSECKLVISFNLGDNVLGEVPRPDDVNKKAKISIGVLGGQLCLLSKFSSGETEIWVMKKYGEANSWTKLFVME
DNVIPSIPISRPYSNDNTDDEFLLNLRPLYFSNNGEVLITNGRDLVFYDPVRKEARNLEIHGITDWTKIEKVVTYIASLV
TLKSGTYLREEKQADDKWKNLRVQFQCPGSTSTGFVDGSISFLCDK                                  
>Acoe_001_00389                                                                 
MATLLPEEIIADILSRVPTKSVMRFRCVCKPWCRLTSESTFIETHFNRSIEKQGYEKCENLNLFLASKPDFIMKNVKSTT
TYTDGREDSFGDGTLNLTRTHMYSVVEDEAVEIENPLEPCFHETLVLGSCNGLICLYTWNRLCLLNPATREYKKFNFIGG
FDSKNIIYGFGYSSVDDVYKVIYIVPKYDTDEDYNYSEFNIFPVSETTPPMSGHVGLKFLNKKESGILLNETLHWAVMDN
YNDYARVFSFCLRDNVGKEVPRPNNVKKKAKISIGVLGGQLCLLSKFSTSDTEIWVMKNYGESNSWTKLFEIEGYFIPSI
PISRPYSHYGITDKYLLNMKPLYFAKNGEVLITNGRDLVLYNPLWKGARNLEIHGITDQTNTGKVVTYIASLVTLKSGTY
AREEKQADDKWRNLRVRIQQYGSTSAGSVDESISLVCDKP                                        
>Acoe_001_00475                                                                 
MEDAWVFRPHVGLDLLGNLSDLIPNDVVVDILIRLPGESLLRFQCVCKDWYLLIQHPIFLRMRSAQVQTCSKYVTEREKR
LREYRQNIKSSYQPLHKDLYAMQPTTIFVPSFFKAITENTEESLRDIISEPSPGVYIFEMLQPRFL              
>Acoe_001_00584                                                                 
MREFLLSLVKTSIAKKKAMKHQEDRITVLPNVIIHEILSYLDMKQVVHMSLLSKGWKDLWKSLSIVNFDDQFWEDKIKFR
NFLDQVLLTQKGFDLKKFTLASVYHDDKRFDKWLDAAVQQRRVMEVHLKSLHIPRVVPSQNLRSLSISAPQLRYLRLEDM
PGYVVKICAPQLTSLQLIRSLDLHMEFPPVTQIHTKISGMKNLCVGGSLHGILAAIDNAECMTISGHDYLESSLLFTQKY
FKLTELYENCYTQAWTSILKWLYWLERIILEEKERTPSNEREEWGAQLYFEHNLFQRQDFSCIKEISSCENDFGILEYLA
KNASPSRCLNLELVKSLPVD                                                            
>Acoe_001_00712                                                                 
MDNGSRNLTSNAVSFSLLPSELIEDIFLRLALPEIFRLKCVSKTLTSVIYGNDFRTEFNLRSSSDTWLFVYKKRSPRDSV
LYGFTFRSNRWFKIPIAEFLFPIVPPGEDLYFLTASGGFFLFASNNCRELIVVNLTLNTVKKIPPSPLGPRGTSSWRRSG
LKLIAGPPDSDKFQFLFAELYENRPVLFEYSSETDTWKSYEAKEDGGHDPRGSYLKGKVFLSVVHRRNDSILLAVEPNDH
DSPPLVLRPRFNGAAIEEQERLAIGFSRGNAAISRLHVYGDSCMVIVRSEGERVRMFSCIEVWGLCKDGRGWEFISKVPN
ELVDKVRKPYGVMMGCLEEREGIVRVVLVTNNEGVWNLIWLCYDLGSREWSWVPLPEFRMKGLNMAGITLSSGLTF    
>Acoe_001_00724                                                                 
MKKVKSNNAVALVVATATATPDDSISALPDCIIHQIFSFLDTKLLVQSSILSNRWRYLWKTTPFLNFNLDFFPKPKKINR
NRFIDFVDRVLHLRETCNIHMFKLYCEEKLEPGRLSTWVAVALRWNVQELWVDSFAISSFDLPHNLFTSDVKIIKLRLDV
FRAILPSSSICSNGIIRSLELSMFKLPENSCGKFTFSFPVLKYFSIYCCTNRSLNEFTISAPLLEKLEILFGVSDTYESP
IKINISTPKLKSFSYRGLMYGDYFFENLPALVNADIYIDQNARLNTDLVDGYVTRLLTAIDNVKKLTIPYWLVKSIVDSP
SMRETHPNLFHKLRWMKIWTTIPFMGTITSFIERFPHLETLGLSTRQGMRLQATDEGDNRINSTLKTIEIIPTEGNEDEV
KLLENFLKMFIGLKQLIIMPSESLAHDKSKMVTFREKVLNFPRASSSARISFH                           
>Acoe_001_00809                                                                 
MWNHLSFDLLAKIFTFLPPDSLACAASACKDWHRCTKSYSSSSHLIETRFNPPWFLGMITPKNYGHCCYAYNSVCNRWYL
LPLDFLLHPIHPIAPIGSLILYRPANSPVLQLAICNPFTKQCKSLPPLNTLRTTPAVGVIEASSSNFRIFVAGGMSASSK
GSSGSGGGGGASYEPTLEMYDSNVEKWQTIGLMPNIFAVRLTVWTPNDSVYLMGILYWITSARAYSIMGFNINSGLWKEV
NVPMADRLEFAALVRRKEQLTLIGGKSREEACIWELGLGDVWNLIERVPVELGKKFTGSRGSWYSTKCVWTDKAVYLYKD
LGSKMLVWMGVEGNASKWEWFWVEGCYSIKGQQVPNFPIKGVLLHPNLAPSSILTSV                       



>Acoe_001_00829                                                                 
MPTEYLVLHFFATRILIEMEERTLLPCSKPNILKLPEYKETNNDRFNDLPDAMLLHILSFLDMKEVLDASLISKRWRYLW
VSVPAINIDGSYWEDKKKLFRDFVENVVLRHDESNIYKFNLVYLSQLTDMHQTTKWVSYAVSRQVQELDLNTLSLSPTPS
LFCRVKIMKLICVSFPLLSKDYVFDFSVLEYLFLKNCYYGPLKNLTISAPHLKTFLVENFPLAPCCAVKIQSPKLTSFQL
NGFMYEDYALDQLSSLVTAEFHVITRKSRMKNEVLIENLRTVLGVLTNAESLTLSTDVFQVCHPSTPLLSVTLTYNQQIS
TYVSGTLI                                                                        
>Acoe_001_00833                                                                 
MKENTDRLSGLPDDIIQEIFSFLDMKVIVRTSILSKKWRNFWISFPNLYFLLGRSKVNKKTQRNYFTYFVNQVLLLRDTS
DINKFRVSCYEGLHVSYIRTWLTFPLRRNIPEVHLQLKFPDSFKVPNEIFTSNIKVLRLQQFGKSEVVMPTSLCSASKLK
SLELVGFKLPKADSNGNVLLSCAVLENLIISDCGNHFKTLTISTPQLKSLELDYRASNISPHSTFPELHYNPNLRYRDNN
SLKSTVEVINP                                                                     
>Acoe_001_00834                                                                 
MMKPSPSKTPLKESKRDRFIDLPVEIIHRILSFMLVTEIAKTSLLSTRWRNSWRFAKYLNFDNCRDKKKNLKRKRSICPD
LADQVLALRSSSDIYKLSYSCHEKFSMDRLNRWITIGLTRNIQELHLETYFPPIKVPSNIFQSPIKVFKLHQLGRYAVRL
PKSVCSATMITTLELHSVRLPHKDTKGGLVIKCPVLENLIIRNCDEYRFKTLTISAFQLKSFELFNINVTTVYLKSLCKL
YVNTPNLTSIKFKGSILWECRTRNLPSLVTAEVDLKKAENIEEKIYARNLSYVLRMTNEVQTLTLSTSHVKSVSGLTKEE
GEEEEDSRESMSPRAVVID                                                             
>Acoe_001_00839                                                                 
MERGIQPALVDTTACFCRVDGGLKTVAGAKRFVPGTKLCLQPDIKPSIHPSRHRAGRDDRSRSQSPLLPGLPDDLAIACL
IRVPRIEHRMLRLVCKRWYRLLAGNFFYSLRKSLGIAEEWIYVIKRDRDGKISWHAFDPIYQLWQPLPPVPKEYSESLGF
GCAVLSGCHLYLFGGKDPLKGSMRRVIFYSARTNKWHRAPDMLRRRHFFGSCVINNCLYVAGGESEGVHRFLRSAEVYDP
NKNRWSFIADMSTPMVPFIGVVYEGRWFLKGLSSHRQVLSEVYHPENDIWYPIYNGMVSGWRNPSASLNGLLYALDCKDG
CKLRIYDSDTDSWSKHIDSKLHIGNSRALEATALVPLNGKLCIIRNNMSISMVDVSNSNDPKGVVTDQLWETIAGKGQFK
TFVANLWSSFAGRNRLKSHILHCQVLQA                                                    
>Acoe_002_00244                                                                 
MPESIQSHIVSFLPMEDAIRTSILSKQWRNVCKTLTNLEFDIIDDYVKKRRHHNDHKDFKEAVNQILNSHDESNIEKFKA
SVDTSSVPHILDWISFAVHHNVKELDLRFYVFPRLEKLPCCFFTCHSLRVLRLQNTNLQLPTCTDFPKLKTLRLVWVNFY
GEDPLTQLFSSCPVLEEFLIRDCSWESQGAVLNIFAPRLKSLTLYIVGPARAIKISASNLHKIIYKQGRYPPQISSDTLS
SLKDASFELKYPFIGYANDTEIDVLSHNATKIVKGLHHVRKLYLGHGYIEYLTRFDQDLSASCPTSCGSLHDLKVHMYCT
SNHVRAITFLLKSYPNLLTLSLDFLQPPHMNNNTEVFLPSQELSTDGILEHLKTVSIHKFEGSECELELVRYLLENANAM
EEMNIICSLRIADTYRIVRDKCSMFTKGSSLAVISFSCR                                         
>Acoe_002_00333                                                                 
MDSVASCSSKASKANACTRNIVIASKDPWSKLDDTVIENILARVLMVDFFQCQLVCKRWDSIIDAHTFQMAAHQLVSRVP
WFLMIDSNLCVDTVYDMETQDWRQGHFPMPMSDHVDGKNSTLVASSGKLMCFVTDAGTIIVTIPLTRYGKVITGFCVNKY
ATAIALHGEKTSYQIFVVLRKPPGLVMKIFSSTDNSWRELTMQIDRSRLGKEKRRDVCHHYCRHRFFSKQLKRGLPNIDS
DGKIMVYYINARHRLVKCDTNQSIAYEYPGFDFPDAPEYDLDIVACGGCVYVVILMQVVHQSEEIFDQSNVSLRLQLLKF
DDNKKLWSCVA                                                                     
>Acoe_002_00385                                                                 
YERIIVIVFRYKETEVVNIKIMMKNVKLVEDRISTFSDGILQHILSFLDMKQVVQTSVLSSRWKSLWLSVSNLNFDEKFW
MDKQTKEPKRQKFREFVDAFSLYICHDEEVNKLQKAVREDAERIYVWIAYLIKKRNVQDVRIYARLILPETKRLFNHIKI
LCLEWVVLCGEDSGDLLWDFPLMEKLSMINIQHMHLDSITISAPRLRYLLVESNYAYAEDCKLNIRAPNLTTLKLKGHLY
KDYSLKNLSSLVTAEISYEMDWFKAIKKKVIGRCFKNILVGLANAKSLTLSVSLLQDSSELPSTLERGQISHNNIRYLKL
EDLCSEEYIRPVAKLLEFFPHVETFVLECSKDSVNNWKGQESGDSSLQLAGEDYWGAQLSFQCMLHHLKCIEIQEFDGSP
NEFKFFEFLLRNASVLENITMKAKEVFARDNISKQKEEELVEFSKKLKLLPKASSNVKFSLVLEKKSGRTVAFEEFSSSP
NTLAEALVGK                                                                      
>Acoe_002_00425                                                                 
MCEGIRKKPCLRYITTNDKEDIMTTSVDHLPEELIPEILQKLPAKFLIQLKSVCKLWFHQVTNHDFVRAQLQQNSDDQVI
IIERICVNPHKHDYYCIQLVQEVKDMQEEKQFKIYCKIKEFFKEQGGDDILLRDSCDGLILLQSKRDGNQFYVCNPLTRH
CTKLPLLETSCCIFYLTLVLDESFDQTTTYKVVAICQDSLKCFVLKAGKPSEWKEFNTGYKNSVILSSHSLTLVNKEYHW
LRLQDNGKTCCEPYLYSMNAGTEEIRFRETKISSEITCKHDHNSILEIKGSLCLTDSISNFNQIDIWTLHDKDKYNCTWT
KNYTIVLDSLFKNPTHVYSFPQSYQQRTVILIQYKNRLLFYDLEKKDSRNFDFPSKDFGEVDIPSNNKKFFTNCQFVHLD
SLANWE                                                                          
>Acoe_002_00431                                                                 
MSSSSNISNSLPLDIIEEEILTRLPVKSLKRFQCVSQSWNNLIRNPLFVSKHLIINQSKGAQILVNRSTGTQILVNQIMS
YNPSDYQNYTSDYSLLGFCNGLLCVKVLTTSRIIIWNPASKDYIILPQKKTPNSSLEEECYGFGYDAKSDDYIVCHYLEA
FFNIYSVRENSWRRIEEFRYKIIYRVYGTFLSGSIYWLAAHKLIKSSNYFIIAFDLVDKQFRELPLPQYEENKNLNHIVL
DTLDECLCSLRRINIKQVELWTMKEDGLQTSWTKLYTIRMDRPLMESKLLYYNAASANLLLKDGYTIIFYDTKERNVIRK
RTKSLNITEHDMGALTYFESLVSPVMHGCLVNNDARKSLFQENMYEHVLKFSFTTNEGSYQCNLVTYEKTPPKENI    
>Acoe_002_00460                                                                 
MSSSSNISNSLPLDIIEEEILTRLPVKSLKRFQCVSQSWNNLIRNPLFVSKHLIINQSKGAQILVNRSTGTQILVNQIMS
YNPCDYQNYTSDYSLLGFCNGLLCVKVLTTSRIIIWNPASKENIILPQKKIPNSSLEEECYGFGYDAKSDDYIVCHYLEA
FFNIYSVRENSWRRIEEFRYKIIYRVYGTFLSGSIYWLAAHKLIKSSNYFIIAFDLVDKQFRELPLPQYQENKNLNHIVL



DTLDECLCSLRRINIKQVELWTMKEDGLQTSWTKLYTIRMDRPLMESKLLYYNAASANLLLKDGYTIIFYDTKERNVIRK
RTKSLNITEHDMGALTYFESLVSPVVHVSNTGSRHLRSVSNGEYIKAGLQELEQWCTTATEQATFDDIVVEVLGKDSRGC
MKAMGAGVSKTSLKAITPLLKRYEKEAQTIAEWKQQVDGKFDGL                                    
>Acoe_002_00733                                                                 
MAQELPEHMIFLILLWLPVKSLLRFKAVCKYWYALIESSTFINQHHRHQQDNVDCSLIIRKCPPPKSGYYNNLEARFFML
TGDKFDEASICLDFAYEEMRGYKINSLLLISRLCVGNICNGIISLHVLGGCSEDVALWNPATKQLRPLPLPQFPASRPPQ
PYFFLNYPLLGFDIKTNDYKVVNIIQSNESADLHDTPSQIEVYNLSTDAWRILHRDYLLPFDTSCYTKPKVLYKNGICFW
CGRRNKYSKCQWHWVLISFDFSTETFRFMPMPNTSNWVYTHALDFLDDNLICFNDPVTDEFIPDKVYNRNKDQHFDIWVL
HGYGTKESWSKLYTIGPFDCVRPLMFLKEEFLMLSKNSRIYLYNLVTQEWQDYHYKDPCGHPVCVIYNESLVSIKGVNGA
ANRETSMRQFARVPRYRIEIETETEEEEDEEEEEDETDEERVESQSEEECEEDREIKDLENQISNAPDDYYVWKCLPDSY
CNLPTTEIW                                                                       
>Acoe_002_00735                                                                 
MAQELPEHMIFLILLWLPVKSLLRFKAVCKYWYALIESSTFINQHHRHQQDNVNCSLIIRKCPPPKSGYYNNLEARFFML
TGDKFDEASICLDFAYEEMRGYKINSLLLISRLCVGNICNGIISLHVRGGCSEDVALWNPATKQLRPLPLPQFPASRPPQ
PYFFLNYPLLGFDIKTNDYKVVNIIQTNESNFELDTPSQVEVYNLSTDAWRILHRDYLLPFSNSCYSKPKVLYKSGICFW
CGRSSKYSKWQGHWVLISFDFSTETFRFMPMPNTSKWVYTYALDFLDDNLICFNDPVTDEFIPDKVYNLNKDQHFDIWVL
HGYGTKESWSKLYTIGPFDCVRGPFDCVRPLMFLKEEFLMLSKNSRIYLYNLVTQELQDYHYKDPCGHPVCVIYNESLVS
IKGVNGAANRETSMRQFARVPGYRIEIETETETETEEEEDEEEEEEEEEDETDEERVESQSEEECEEDREIKDLENQISN
ELDLV                                                                           
>Acoe_002_00739                                                                 
MAQELPEHMIFLILLWLPVKSLLRFKAVCKYWYALIESSTFINQHHRHQQDNVNCSLIIRKCPPPKSGYYNNLEARFFML
TGDKFDEASICLDFAYEEMRGYKINSLLLISRLCVGNICNGIISLHVLGGRSEDVALWNPATKQLRPLPLPQFPASRPPQ
PYFFLNYPLLGFDIKTNDYKVVNIIQSNESADLHDNPSQIEVYNLSTDAWRILHRDYLLPFDTSCYTKPKVLYKNGICFW
CGRRNKYSKCQWHWVLISFDFSTETFRFMPMPNTSNRVYTYALDFLDDNLICFNDPVTDEFIPDKVYNRNKDQHFDIWVL
HGYGTKESWSKLYTIGPFDCVRGPFDCVRPLMFLKEEFLMLSKNSRIYLYNLVTQELQDYHYKDPCGHPVCVIYNESLVS
IKGVNGAANRETSMRQFARVPGYRIEIETETETETETEEEEDEEEEEEEEEDETDEERVESHSEEECEEDREIKDLENQI
SNELDLVMAQELPEHMIFLILLWLPVKSLLRFKAVCKYWYALIESSTFINQHHRHQQDNVNCSLIIRKCPPPKSGYYNNL
EARFFMLTGDKFDEASICLDFAYEEMRGYKINSLLLISRLCVGNICNGIISLHVLGGRSEDVALWNPATKQLRPLPLPQF
PASRPPQPYFFLNYPLLGFDIKTNDYKVVNIIQSNESADLHDNPSQIEVYNLSTDAWRILHRDYLLPFDTSCYTKPKVLY
KNGICFWCGRRNKYSKCQWHWVLISFDFSTETFRFMPMPNTSNRVYTYALDFLDDNLICFNDPVTDEFIPDKVYNRNKDQ
HFDIWVLHGYGTKESWSKLYTIGPFDCVRGPFDCVRPLMFLKEEFLMLSKNSRIYLYNLVTQELQDYHYKDPCGHPVCVI
YNESLVSIKGVNGAANRETSMV                                                          
>Acoe_002_00740                                                                 
MVRKDTLLAKRKKKKQEKKEKKRGLALSCVCAEVGICCFDLLPFEIISEVLFKLPIEDIVRCKSVCQTWYNLISDSDFIK
SQMERAFSQPRRILLAPYFKHRTLYTTRPNTFFLINKKKCMKISDPYIDLSYSYKIAGSCNGLLCLVSDSDEPVLIYNPI
TRESQTLPKQCYRKFRYDGPLYGLGYDSFSQKYKVVCVYNTYKKLYNEEMTVGEIISEGEACWRKLEIPFQIQFEGMPET
VFVNEAFHWIIDRDYQYSRGNSCPELILALNICDEKFHTFKFPPVEFPDSLSLLNFEESLAIAEYNRLGSEARVWKIVGT
GTYDQLLYPYTCKFESVGCYHRVVGMLSDGSFVYKAEKRVSFDWYTRLALYNPEEKQSLIFKLCYFNNTSHVDNTIHTVL
FTPTLVSPKTIYFPSNPYPGELEECQSESESDGWRSWFSFYVKGSDSESDESVSSNFSMKYILRKGQAVRKRRGRKGRRK
EMET                                                                            
>Acoe_002_00833                                                                 
MEAAGVLNLPEEIWIKILEIGIENSSLGYKDLCSLSNSSKHFNKLSKDDTLWSLLLTLDFPKFQQNTNTPSSSSSQSLVQ
CSNSKKKLYFKLMRDMVRDTIVLYENGHGVLSRKIKRIRREMRVLDEQLNLSGDLLAMVQNRHLVCYEKLAYLEAAHKNS
ERDYLRLCTEFTSNGGNLCTFSSIGGETNGLEDHREAGCSEDIEDSSEDESEESAEDGSDEDVEGEPEEGPNDNNEDV  
>Acoe_002_00852                                                                 
MFHCEENVFTRKWIYFSGHLKGIYGCPEQYSATLSILPDDILEEILSRLSVKTLLRFKTVSKSWYNMINNPQFIDMHLQK
SRYRNDVKLVIKISSSTLYSLDPETPNLQVECTTYPKIFGNNNGDILGSCDGVLCITGHPDGNFMSLLNPSTRQYAVMQY
PFPRIQRSFYAHDIAHGLGYDPVTGSYKLVKIVSSCDLRVHHSEVMIYYFGTSSWVNSQNIWYKSFYPKAGRIVNNYIHW
LATSYIVGSSFSKSVIVAFDLTNESFQEVPLPEAGHDKLLSLNFTELGGCLCIIRNYDIRFEIWLMTDYRVKDTWTKLFV
FVRTSRLQLFAQYFVPLCFTKHGDILLETDSKFVLCDRKFKRLNELNLVEKYSMAYSEFDEGFIASSLEVIAYVESLAAF
QPNSNNNEVMGPQQIIGRKKRTGENKNKTSSA                                                
>Acoe_002_00910                                                                 
MMWFHGIKWVEVCTEAGNSTRKITCFADVYSIETEKIIDGVYELKLGLLLVFPIDIVYDILSRLPVEDLIRGRIICKSWY
KLTQDPQFIHLQVSKAIRRPHSFLLNQTTVNSEKKLILIDSENDKWRSKEILLERFHVHHMRLSNSCNGLICISANGQGP
VIYNLVTKDCLILSNSNYKPHHSFPCTISSFALGFDSLNKKYKVVRVYNIYHDVEALKFHTKAEVITLGESSWREINFPH
KVTSSSIIKPVFLNGAFHWLIHREKACSHSDYVLVLDSTKETFETINFPPVELPEELDLINLGETLALSELGRFNSDVHR
IWQIVGSRRDGGRLRQYNFDKSLIHGHFNQEIHLLGMLGNGDFLYKALETGNVGASSVALRYHLVCYSPQNKTGFSLEVP
EIPISFNSTLFVPTLASPSIWS                                                          
>Acoe_002_01009                                                                 
MEAETVLAPDIISNLPLNVVECILMCLPLRDAVRTSILSQKWRYKWVSIPELVFDDTCVPNSSGSLAVIRNKFVNFVDRV
LLLHRGPIQKFKLSVSYLQSIPDIDQWLLYLSWREVKELSIELEEKEWLKVPSCLFSCQHLTHLELFRCEVRPPPTFKGF
SSLKSLSLQQSFFEGGVIENLLPSCPHLESFSLAYFDTLSLTIRAPNLKYLRLEGEFKDLCLENTPLLATVSIALYMTEE



ISEHLEQTTICNMINALGSVPLLERLVAESYFVKHLSVNKVPRRLPIKYERLKTLELYQVGFEDVNEISVAICLIVNSPN
LEELLFSASSDSEACMGPDMDYWETQHPLDCSFKRLQNVNMTDISGVADELEFIKFLLAKSPVLKTMSIKPSIYVVDGGW
EMLIEMLRFPRASVQAGIIYHQD                                                         
>Acoe_002_01166                                                                 
MSTNLPNEIIFEILSRLPAKSLLQFRCVSKLWCNEISEFDFIKMHLNQSIERDNCNLFLASTPNVRLDNLLRMPLFLHIE
TNLYCIQGNVFTEAIKFQDISSFGFPLLKLVGSCQGLVCLIGRKELYFLNPSTREYKMVQFDKVFDIGSSNAYGFSYDLV
NDDYLFVQIVYKNEDKANEFGDYDIEINTYSISGHSGFMTGDIPRILNRKDPAVFLNGGLHWITDTVSRKIIALDIGEKV
VREFLRPMEVDLNDHISVGVLGGQLCMMNNFYDSDVKIWIMKNYGVSDSWSKLYVMGNTVLDARESLHKSRPLCFARNGE
ILFKCDTKLVLYDPKRKMSTNLEIHGISDWGDIDNIVKHDDSLVGLKSGTFLVPIPDVEEGGANIKERFDSTQVEVHADQ
>Acoe_002_01168                                                                 
MASVPEDLIVDILTRLPIKTLAKLRCVCKQWSTLLNDSSFVILDRAIQAESSLNLFLASKPKYHKYGISYTNLYCVQGDL
NNEESVQIENRLDSMDNHDLRYLSCSKVIGSCHGVICLGERNNKIVIFPYKVCFHGPESSYGFGYDSTNKDYKLVRLTNY
TNYSIQMLVYSLNDTSYSEYQIFPYDFLNYDEEMGLFFNGALHWLVNSKDGLARQIIAFYLGEKVLREFGTPDCVHRNAS
TTLVIRSNTEIWVMENYGPSDSWSKLFSIKRTVTNLVPNGCSYIRIMVHVRPFCFLKNGEVLLKVGKDDLVLYDENQNEK
LPETSAFKAYQDCLI                                                                 
>Acoe_002_01170                                                                 
MLVSKIWALLWSVKPLKHKFAQEGENTSGEETRVSLPHEIIVVEILSRLPAKSLLRFKCVCKAWRSLVSDSKFIQMHLSR
AIGRDSVNVFIASKPNIVEKNCRITTRGVDGRCYKKKVTRICKTHMYHIDGDPFNKAIEIENPLEPSLHRTQVLGSCNGL
ICLYTITSLCLLNPSTREYKLVKLQESLNLDDERTAYGIGYDTVDDDYKLVQAVKCYKFNGNVDYSAVHVYSLSDTTSSI
RLGTIPYHILNGKDSGIFLNEAIHWIANSNSKGYSVVILSFNMRDKVFREVPRHDDVSEQAAITVGVLRGQLCMLSKFHT
TQIQIWVMSKYGEPNSWTKLCAMEQTVIPSFHMLLRPDIYILDQFLLDSFRPLLFLKNGDILMKDGKDLLLYDLKEKTSR
NLELQGIPDWNKTEEIVTHIESLVSLKSGTFVGEVGQTMKRRTRWADIQKLCNKFICIFNDVYEAIFN            
>Acoe_002_01243                                                                 
MELLKNLWLWGICLRRKRESSLKSRLSNADTEHAVTTNPTTTTSSSIITIDTYIPCDILVEILINLPARSLVRFKYVCKI
WFSLIDDPSFVNRHLALAKEKGKGILQMSDSSLYSLDASSCLVKELLPITLQDTSSAGLVKGLKNIYRYSLSSCNRFSLS
SCNGLFCFPERYSDFIRVFNPITGETITIPKPSRITSIYMSALCFDMSSRNYNVVCYTDYTHGLQVFTLGIERSSWKCIK
WPSNFDEFPWFNKAVSVNGALHWGYTNICHREKGFLQCRIIAFNLASENFTLIFCPNVTQYLYKVCESGGSLAVIETPTM
TIMGELNVWVLRDYHKQEWVKQLWGTRDDIIFRQGTLNCEKLIFKDFVLMLLESLGGFFEIQQQHLARRKG         
>Acoe_002_01297                                                                 
MLKGTSNNTLMDFEVKEKHSTEVGDGGKKEDDIIIELLLQMSGKFSMLPSDIFLNILSRVPLKSLSQCRWVSKSWYHLIK
HPCFVKNHFEWASKNSSPCAILSDWDKEFYLIDHQVFDCLETSATVKKLNFNKFEQVFQAEEFYKVFEIVGSING     
>Acoe_002_01335                                                                 
MPPKKNQRKSKKKTITKSNQHPSSSSSHNNITINPPPSFFQFHDDDLPFDSDDDLPFDFSDYYDYGNYDCQDYDDFTNPF
DPSYDIASIIKEVVENKPPFALKVMVEDLDVFVRDGGSRASDALLKLPLDIFMDIITRISIQPLAVCRCVCKTWLTIIHH
PRFTKTHHAKATQQLCNSTTSLLFHMSLSHLDELKASGNSKEGCSEVLLVEYDNDSGIEKGVFVNPLFMPPKVDLNRPDL
ENFEVVGSCNGLLCLAQPYYNDPIYICNPIIGEYMTLPKSWENRQFEIISGFGYDEVANEYKVIRMISTSVPSNFNLVVE
VYTLGSGKWRKVGKFPYPNGKRSSQVFVKGALHWMVGDYGESNSELITAFDMGREEFQVVPLPPDFTTNTLDCQSSELSI
GELGGQLCLFAYSVDNQFEVWVMKDYGVKDSWTKEYIISRKVPGFSKMRFKPVTIMKNGNILLVINKQALVYYDSKRKRF
RKVKHELPPRFDLITHVGSLISLKDFALPTNTSQHSINSGRWYGLMKSITDSYPEFDLEGLKLMEQLKRLWSENH     
>Acoe_003_00206                                                                 
MKKCCSNQNPDRISYLPDPVRSHIVSFLPMRDAIRTSILSKQWRHIYYSLSRLEFDQYDFTKIKHKAADFRDFVDRIVIC
HDGSDIQKFSLKTRLDDEFISSSRVRTWVSFALQHNVQELEMWMYYGKITNLPFRFFTCMTLRVLSLVSVEIEWPTTVRF
PVLKYLYVEDLSFDQYENTIDKLFSSCTCPMLEDLVLRQCDLGVSTLSICNPSLKYLQIFDGNQLNINISVSTLHKLECI
WCLPPNISSETLSSLSDAYFELSDSDLRGTAVVASQFNSVSKILLGLHNVKTLELDSTFIEFLSRGRDLLPASLPLSCCS
LKHLSLGLLFRSSIHIQVIKLLLRSYPHLQTLVITVEREEYDWHLETSTSMNLTGMEDHSQLKKLAPGDTLDRLRMLEIR
EFEGSDSEIEFVRYLLENANFLEKMNLSKAHNQQSAESQMKESEMMLAFAKVAPRVKISLSMKKCCSNQNPDRISYLPDP
VRSHIVSFLPMRDAIRTSILSKQWRHIYYSLSRLEFDQYDFTKIKHKAADFRDFVDRIVICHDGSDIQKFSLKTRLDDEF
ISSSRVRTWVSFALQHNVQELEMWMYYGKITNLPFRFFTCMTLRVLSLVSVEIEWPTTVRFPVLKYLYVEDLSFDQYENT
IDKLFSSCTCPMLEDLVLRQCDLGVSTLSICNPSLKYLQIFDGNQLNINISVSTLHKLECIWCLPPNISSETLSSLSDAY
FELSDSDLRGTAVVASQFNSVSKILLGLHNVKTLELDSTFIEFLSRGRDLLPASLPLSCCSLKHLSLGLLFRSSIHIQVI
KLLLRSYPHLQTLVITVEREVVLERFVNKMKKCCSNQNPDRISYLPDPVRSHIVSFLPMRDAIRTSILSKQWRHIYYSLS
RLEFDQYDFTKIKHKAADFRDFVDRIVICHDGSDIQKFSLKTRLDDEFISSSRVRTWVSFALQHNVQELEMWMYYGKITN
LPFRFFTCMTLRVLSLVSVEIEWPTTVRFPVLKYLYVEDLSFDQYENTIDKLFSSCTCPMLEDLVLRQCDLGVSTLSICN
PSLKYLQIFDGNQLNINISVSTLHKLECIWCLPPNISSETLSSLSDAYFELSDSDLRGTAVVASQFNSVSKILLGLHNVK
TLELDSTFIEV                                                                     
>Acoe_003_00227                                                                 
MNPDRISYLPDPVQSHIVSFLPIKDAIRISILSKQWKNICYSLSRLEFDQYDFTNKKDTAADFRDFVDDVVIRHDGSDIQ
RFSLKTTLDDVFISSCRVSIWISFAILHNVQDVEMRMYNAKLIKLPFCFFTCSTLRILTLASVNIEWPSIVRFPVLKCFF
VERLIFEYENTIDKLFSNCTCPMLEDLVIRQCHANVHTLSICNPSLKYLHIFDVSFFNINISASTLRKLDCIRCEPPNIC
SETLLSLCYACFKIFDSGSYNPTTISSQFNCVSKILMGLRNMESLELNSSFIEFFSRGQDLVLGSLPSSYCSLKYLCLGM
FPASIHVQVIKLLLRSYPHLQTLQICVDRESYLWNLATFKKIIDVEDYWKLKELPAGDKLNSLRVVEVRDFGGSESEIEL
VRYLLENANLLKKMNISYKDNTQQSNGSQMNKSEMLLTFASVAPNVKILLS                             



>Acoe_003_00333                                                                 
MAEELKRSRGGVVPVMEQEDLLSEILIRVPIKSLFRSKVVSKRWRILISDQIFINSYIKRSKSFPTLISGFFYSEIKKKT
SDSDGEEINFLNTTISSNNGRLDDDDGLVSCIDKNLSFLSSSIQGSVVILDSSNGILLCTDKRVFPNSNYFVCNPLTKQW
ISLSKPRDHGDGVGKTRLYCYNVDEFFTQKTEFMVVCVVEKTLEIYSSETRKWKKPKVFEDHATPFPFSWGKFCRLTLFN
GSAYWFGGDGKRISVYDFNKEIISYIELGLPLVGPTWSIMGVSDGSMYFAQSNFTDFRLWVIADGNELSLKHMVEYENCI
PNHKRNSRPAGFLPLAFHPLDDNLVLVKLTRGSKFALIEWTREVSKLSAKLMPGQIGRSSPTSFLHGLLAFLPLRRLERV
SILFLNLTSYQLILPASLGGKIKETAGLAFFSSTSFLLTCNLNSGDRNSWQRKTNNGNPPVLKDS               
>Acoe_003_00523                                                                 
MISEDWISGLPDEILHFTLSLMSLREAVRTSILSRRWRYCWKTSLKLSRSLNLDVFVMRESNYQTKMFYDYRYGPLMYNR
NLLLEERRKFVQWVDQIMKVDYPVIDSFRLSFYLKKEFAHRIDQWISVAVAKRVQNLVIDLSGLHTFPFSPGDEELYLFP
YWLFTKETGSLVKCLCLNSCTLGPLDFSCFSSLVDLQLENIVINQVDITKFLSSCPNLEKLVLVDCRKLLDLEISGRSLK
LKYLTVIKCYCEREIKIDSRNLTRLEYCGKPVKFSFLDVPHLSNVIIHYLRNDLSAGLSYALGKLSSDLPKMESLFLTVG
RFKGTTIPQQLPLFANLKKLVLKIVSREEYLWAFIPLVQAAPYLHTLELHLYHSASKCEVLQRPSDAPQFYLKEIVLSGF
TATSHEIEFTKYLFRNCKVLEKIIIDCVQRFYDHKQGFFYIDFHSDYGYSKEKADRGVKEAAFEKKKIEEQAHEQLVNDL
PFGVELLFVMISEDWISGLPDEILHFTLSLMSLREAVRTSILSRRWRYCWKTSLKLSRSLNLDVFVMRESNYQTKMFYDY
RYGPLMYNRNLLLEERRKFVQWVDQIMKVDYPVIDSFRLSFYLKKEFAHRIDQWISVAVAKRVQNLVIDLSGLHTFPFSP
GDEELYLFPYWLFTKETGSLVKCLCLNSCTLGPLDFSCFSSLVDLQLENIVINQVDITKFLSSCPNLEKLVLVDCRKLLD
LEISGRSLKLKYLTVIKCYCEREIKIDSRNLTSYALGKLSSDLPKMESLFLTVGRFKGTTIPQQLPLFANLKKLVLKIVS
REEYLWAFIPLVQAAPYLHTLELHLYHSASKCEVLQRPSDAPQFYLKEIVLSGFTATSHEIEFTKYLFRNCKVLEKIIID
CVQRFYDHKQGFFYIDFHSDYGYSKEKADRGVKEAAFEKKKIEEQAHEQLVNDLPFGVELLFV                 
>Acoe_003_00544                                                                 
LLESVTTTNLRLRGTYDYEKAVSATISDIMISEDWISGLPDEILHFTLSLMSLREAVRTSILSRRWRYCWKTSLKLSRSL
NLDVFVMRESNYQTKMFYDYRYGPLMYNRNLLLEERRKFVQWVDQIMKVDYPVIDSFRLSFYLKKEFAHRIDQWISVAVA
KRVQNLVIDLSGLHTLPFSPGDEELYLFPYWLFTKETGSLVKCLCLNSCTLGPLDFSCFSSLVDLQLENIVINQVDITKF
LSSCPNLEKLVLVDCRRLLDLEISGRSLKLKYLTVIKCYCEREIKIDSRNLTRLEYCGKPVKFSFLDVPHLSNVIIRYLR
NDLSAGLSYALGKLSSDLPKMESLFLTVGRIKGTTIPQQLPLFANLKKLVLKIVSREEYLWAFIPLVQAAPYLHTLELHL
YHSASKCEVLQRPSDAPQFYLKEIVLSGFTATSHEIEFMKYLFRNCKVLEKIIIDCVRRMYNHKQGFFYIDFHSDYGYSK
EKADRGVKEAAFEKKKIEEQAHEQLVNDVPFGVELLFV                                          
>Acoe_003_00694                                                                 
MSSSDIENGFFPDEVILQILARLPIKPLFRFKCVCKLWYKFPSNKYFIQLYNQVSLSNPMVLVEIMKSFYVQSGYICVDR
LRGVSEFSLEFLKDRVKVRASCNGLLCCASVPNKGVYYVCNPMTRDYIMLPRTRERPMTRFHPDDEATLVGLAFHTSTCK
FNVVLAGFYRPFGRRPLDSFICLVFDSEINAWRRSISSRTEEFTHMNKNQVVYSNGSIHWLTYSCLYILALDLANDMWRK
IPLPDQIVGGSGNRLHLLELDGSVSVIRISDSWMSIWVLKDYLGDEWLETDRVSLRCIKGLVPSVFPISQTSEIVFLATQ
KQILEYHRKSRVWKEVYAVINSFTYPLWFSAHAFRSTIVSCNQGVNYS                                
>Acoe_003_00776                                                                 
MASAKRITAIMKKYREEKKLVSKEERPWANLHEALMESIMKKLYFCDHIRLRAVCKGWRSMYRVAPKQQPPWMMIFNNKE
DNSEEENRFCYTLHDPVYNKFYSIAHNLEFLKAKNLNILACKRGWLLVSEYKHGRYSLVLHNPFIKSPDNIIELPELNHA
RLNIDVAAFSTTPTSSDCVFFTLQETSLDNVCISTCRLEDEEWITQNFQIPYTFYPYYEDQLSYQNRWKVAGRSPSRFIS
SVVYSEGKFYCQTYDHRLTMFTVAEHDWKLKYAPLFFRGNLEVSLAKSEEGDILKIELIRLRDSEDPLIKVDCQELTHYT
YISRLDPECSTWETVDGGFTGKLLFIGSCNVSISANAVRNRRFGENKTYAFWGNMNKQHFKICSKYRCPPYSRNNDFHPE
EGHRMIWIEPPY                                                                    
>Acoe_003_00777                                                                 
MDFIVLGFKSFWFLQNKIKLPRYIYFHTDYVEKLLDSNLLFRLMEVQNDPSERRRKKEALWSRLFSELEEFVMTRKEFRP
WSSLPTDMMECIMRRLYYSDHVRVRAVCEGWRSMPRVSPLKQLPWLILWGKNECRSFKLIDPQYNRVYTMDMETTVFQGR
DLNEIQICASKNSWFLMSSSTDQHVYSFIVYNPFMNSRERIIELPKLNAKQKIHNATFSSNPTSTHCVFLTLSYGDTVVD
INTCRRGDRAWTIGTFNNNHPMHEPVNANIEMWVANILWGVESSIGEYSNVAYLDGKFYWPSLYPRMVGTYSIVEKDYHL
YEYPPLGLFGSVHFVNTDKDRKILLVQMENRDCSLSRCPGHAIYRLDHRNMTWTKIDRLDDQVLCFGYHNDTAALSVEDR
ETKNKVYLCRNRSIKYFEINSEQDCCYLNQYNVHNDLEYRQRIYIEPPSQEDGFAGSLGD                    
>Acoe_003_00778                                                                 
MGIPEYKEEEKMKKRRVVVQGIHNEDDGDSNEERSWSDLPEELRETIMKYLYFSYQVRYRLVCKRWCNSMYQVTLKQQPP
WMIMFNYKGRSCYTLYDTLNNKTCTIAHKLEFLQEKSLNILACKKGWLLLSQCKEEKFSLVLFNPFIKSADRVIKLPNLN
DPRYGINVATFSTTPTSSDCVIFTLQVHWNWSKVCYISTCRVGDEAWITHSFQNPCAIMPYFQRTVKRVGFIPSAVYSEG
KFYCQTYCGYMTVFTVAEQDWKIVYAPLDLKIDSEVYLVKSEEGNILRIEICRKGLDSENLIRCSNCINRLINPFHLLWE
RVVDNELSGKVLFLGGCNVSVSISEDDAVANRRFGKKRIYACWGNMTKHFKIGSSDQCQPYFKDHDSLSQKCGRTIWIEP
PY                                                                              
>Acoe_003_00779                                                                 
MLTQSISRSFGLNLLVRLMEVQNDPSERRRKRQVLWSKLFSELEEYVMTAKEFRPWSSLPTKVMELIMRRLYYSDHARVR
AVCKEWRSMHRVSPLKHLPWLILWGKVSCRSFKLIDPQYNRIYTLEMGTTVLQGRDLFEIEIVACKNSWFLMSSTTDQRA
YSFAVYNPFMNSLERIIELPLLNSSRKIHTATFSSNPTSLDCVFFTLSYVNTTVVISTCSRGDTAWTISTFYNNLPMHEP
VNIDMLSPSIIWEINYSCRYSNVAYLDEKFYWQSLYPEMVGTYSIVERDYHLYEYPPLERFGSIHFVKSDKDRNVLLVRM
ENQDRDDWRCPGHEICRLDHIQMTWTKIESLEDQVLCLGYHNDAVALSVEDKESKNKVYLCKSKSIKCFEISSEHPSCLL
NQYNLLNDLEYPHRIFIEPPSQED                                                        



>Acoe_003_00780                                                                 
MEVQNDPSERRRKRQVLWSKLFSELEEFVMTTKEFRAWSSLPTKIMEFIMRRLYYSDQARVRAVCKGWRSMGKVSPLEQL
PWLILWGKESGRSFKLIDPQYNRVYSMNMENTVFQGKDLSEVEICACKNSWFLMSFSAKKHVYSFVAYSPFVNSLERIME
LPILISKQYIQIATFSSNPTSPDCVFFTLCYGNTTVDISTCSRGDTAWTIRTFDNYLPMHEPVNTVRRSARIIWHMNYSV
GQYSNVAYLDGKFYWASYYPKMVGTYSIVEKDYHLYEYPPLESMIGSIHFVKSNKDRKILLVRMESEDRDHWRCPGHDIC
RLDHSQMTWTKVESLDDQVLFLGYHNDAVALPAEDKETKNKVYLCKNISIKYFEIGSGNHSCLLNQYNVHNDLEYPHRFY
IEPPSQVTDNVV                                                                    
>Acoe_003_00852                                                                 
MSFRSIIHDMREEIGSISKKGFEVKLGYGLKSKSHRVVQDVCIPMTIHIDAFKHSCWANLPPELLRDVLMRIEASESSWP
PRKHVAACSGVCRSWREIMKELVKTPELSGKITFPISLKQPGPRDSIIQCFIKRNRTAQTYHLYLGLTQALTDNGKFLLV
ARKCRRTTCTDYIISLDADDMSKGSITYIGKLRSNFLGTKFMIYDSQPPHAGATVTKSRSTRLVGLKQVSPRVPAGNYPV
AHITYELNVLGSRGPRRMQCSMNAIPASAIEPGGVAPTQTDILVNNLDSLPSIRFLAGQKAGGLVLKNKSPRWHEQLQCW
CLNFRGRVTVASVKNFQLVASPENGAQAGQEHEKVILQFGKIGKDLFTMDFRYPISAFQAFAICLSSFDTKIACE     
>Acoe_003_00856                                                                 
MANSFPEEVLEHVFSFINSDKDRNSVSLVCKSWYGIERWCRNKIFVGNCYAVSPKIVIRRFPKLRSISLKGKPHFADFNL
VPEGWGGYVYPWIITMVEAYPWLEELKLKRMVVTDESLELISKSFKNFKVLVLSSCEGFTTDGLGAIASNCRKLTTLDLR
ECEVDDRRGHWLSQFSENCNSLVSLNIACLDGEVNFCALERLIGRCTNLRSLRLNHAVPLDKLPNILRRAPQLVDLGTGA
FSSDVRPDLYTKLAAAFTGCKGLQSLSGFWEVIPSYLPAVYPLCGGLTSLNLSYASIQSHDLTKLVSQCQNLKRLWVLDY
IEDSGLEAVAASCKDLQELRVFPSEPYDMDQNVSLTEQGLISVSEGCPKLQSVLYFCRQMTNAALITVAGNRPNMTRFRL
CIIEPRTPDHLTRQPLDAGFGAIVEHCKDLQRLSLSGLLTDRVFEYIGAHGKKLEMLSVAFAGDSDLGLHHVLSGCKSLR
KLEIRDCPFGHKPILANAMKLETMRSLWMSSCSVSYGACKLLGQKMHKLNVEVIDERGSPDSRPDDCHVERLYVYRTVAG
PRLDMPDFVWTMGNASSLKRSNCC                                                        
>Acoe_004_00058                                                                 
MRKKKIKSLDVEVPPELWEQILAYLPIKSIARSRCVSKSWFKMLTDLKFLEMNFELVKKQSKIDLETMVCDGDDLYSLKI
DPYGGNHRVIEIDHSFDIMEPHTRIVGSCEGLICVAQIDIGDVYVWNPHTHQFKHRRDFSYPNEPHEQCDWSYLFYGFGY
NATKRDFLLVKIFSTNDAEYQSHVYVHALRRNSWRKIEYFRMPYVVTVDGGALVNDSLHWPAYHFTDSNESVNLLIAYNI
YKGKGFKEVKLPDLESENWHIRSVGVLNGLLTVLFGDKNDTTKLELWIMLDYGRKESWRNLFKITTSIRLGWLSMHPLYF
MNNGAEILLSHREGFYFYDSKDQDEPLKKYVIHNLPTGIYQSIKYFDSDISTR                           
>Acoe_004_00156                                                                 
MVVNSVQCFKKKKLIEKIYGEDRISNLPETILHHILSFLPTKDAVLTSALATSWRYLWKSYHSIDICDWESMNGGDKING
KMSLSEFVNSVLLLNEASNMIKFSLMCTECDPDYFDNWISTLISRNVQELVISVVLKNRYVFPHCLFTSGGSLRILKIDF
VMGVSIKIPTSVLFSSLKVLHFKNIAFSCEESMQEISFSCSILDELFIYQCTWLDIKVVNIHAPTLQTLMILDRWDIGLL
DSEIKINAESLMSLRFTSHLPYKYSLCHLSSVVNAYIDVHGSQRVSTVLGRIICNVKNLELSNRSFETLIDQDVSVMFTF
TELIHLSFLYISKDRGLSAEQLIDMLSCMPMIQSLSFPEGLLFVGFDQIVSPTLESFLLHLKSVDIQAFPGNENELGFVN
FLLKTARVLEKITIDLTCRKRYRLDKRCHKWGHVNEKERIVQEDKKRITERLQRLAKFSNCKMEIKGNMFGSFYYDSD  
>Acoe_004_00171                                                                 
MDATVSAENFKKQKLFEQQCDGEIDRISNLPEHILHYILSFLPTKYAVGTSVLSTRWNGLWKFIHNLDFCDEHLYNSSSK
RPNYWKRKRIFRDFVDKVLRHNDVSNINKCNLKCNECNAAYFNGWISTIIRRKVQELNISVFKECPFRFSDCLFTCESLR
ILKIYMSVSMKIPASVCFSSLKVLHLGKISFFCDQSIQEISLSFPILEKFILRYCVWPKNVTFFAPILQKLEIEDRSDGL
NDCEIKIYAESLVSLKFDGGPYQKYSLCHLSSLVDASIELWPGEASVHHVGSLLKDIFNVKNLELSGSSIEVLSRPDFSN
HLLALSCLIHLTVGYRVRVCGRALIDLLRSMPNLESICCPDGLSSIWFKGIGRVMGTTPKCFLSNLKLVEIRQFSWIAEK
VWFLKFLIKSATVMDKFTIKLTTRASFDFPYSGELPEREIKQLQMLARNTNCVLDFSMDATVSAENFKKQKLFEQQCDGE
IDRISNLPEHILHYILSFLPTKYAVGTSVLSTRWNGLWKFIHNLDFCDEHLYNSSSKRPNYWKRKRIFRDFVDKVLRHND
VSNINKCNLKCNECNAAYFNGWISTIIRRKVQELNISVFKECPFRFSDCLFTCESLRILKIYMSVSMKIPASVCFSSLKV
LHLGKISFFCDQSIQEISLSFPILEKFILRYCVWPKNVTFFAPILQKLEIEDRSDGLNDCEIKIYAESLVSLKFDGGPYQ
KYSLCHLSSLVDASIELWPGEASVHHVGSLLKDIFNVKNLELSGSSIEVLSRPDFSNHLLALSCLIHLTVGYRVRVCGRA
LIDLLRSMPNLESICCPDGLSSIWFKGIGRVMGTTPKCFLSNLKLVEIRQFSWIAEKGPLWQVSGSNERDLGVATSMDAT
VSAENFKKQKLFEQQCDGEIDRISNLPEHILHYILSFLPTKYAVGTSVLSTRWNGLWKFIHNLDFCDEHLYNSSSKRPNY
WKRKRIFRDFVDKVLRHNDVSNINKCNLKCNECNAAYFNGWISTIIRRKVQELNISVFKECPFRFSDCLFTCESLRILKI
YMSVSMKIPASVCFSSLKVLHLGKISFFCDQSIQEISLSFPILEKFILRYCVWPKNVTFFAPILQKLEIEDRSDGLNDCE
IKIYAESLVSLKFDGGPYQKYSLCHLSSLVDASIELWPGEASVHHVGSLLKDIFNVKNLELSGSSIEWGTECVYVVGHS 
>Acoe_004_00310                                                                 
KKPNTVVKFSVFGRIFSSKKSFISVSLFFYMAILNRFDLLENYENESSEIIVQIHTNIINKNAAAAKEARAKQAKEKRRN
WSDLPQDVMLLIFIKLGVFEILYNAQSVCSSWRKLCKEPHLFRAINLLQNQWEVYKNQNINVGKMAREAVDRSCGQLIEF
SIEGFVTNELLKYIVDKSNSLKCLRLISADQVSSMGVIEVIRNVPFLEELHLCDVQHSKELIEEIGRSCPQLKYFRLKYP
FNSWRYEEVFAIPKYMPQLRRFHLSGTTVETDWLHAMLDGCPYLEYLDLGECSRYENLGMKCLERLKYLRLPEKAHYDYY
GYGDYYDDDEEEENTIF                                                               
>Acoe_004_00497                                                                 
MNMMMKIALPEEILMDILSRLPVKSLMRCKCSCKDLIRVITSPYFVKLHLKVSLNNPRILFTATSNEHFTFKTTLDYEVC
SAVSNYNFSLIGKFKLVGSCNGLVCLSDYKTVVVLCNPVTKESIEVPFDLVEPLPAADYIRQFDLGFGHDPLTNTYKVIR
IDITFSASDLGDCKVYLYTLGSNNYKEWKKLPTPGRLSKANYEENVPFVNGALHWYKLLDKCRFDDKAQSLDNYIIAFDV
GSEKFQEIPAVSSELVKDRFYCLGVLQGQLSENAFNSSKELVDVWLMKDYGVKESWSRLRTIIPPSSCSFEPLVLKKDGG



ILLKLHSKDKDHKGCLYACDTISDRINEYVHGVVDWTNVYVFVESLVSIASTSGGGQQPLQDLMEEGNNTSLNKAV    
>Acoe_004_00498                                                                 
MDISLPDEKIKSTSRKMNMKMIILPEEILMDILSRLPVKSLMRCKCACKDLLRLITSPYFVKLHLKVSLNYPRILFTAKT
SNKNFTFISSLDYEARCAVSNYNFSVTTGKLTLVNSCSGLVCLSDYRTVMVLCNPVTKESIEVPFDLVEPLPAADYIQQF
DLGFGHDPLTDTYKVIRIDISFSASDLGDCKVYLYTLGSKEWRKIPTPGRLCRAYYEETGPYVNGAVHWYKLTDKSRYGD
AQLRIDSIVAFNVGSEKFQEIPDICSKLLKVGASYSLGVLQGLLSQYIFYSSEGLYDVWLMKDYGVKESWSRLRTITFPS
YSIKPLVIKKDANMFLENSSADLS                                                        
>Acoe_004_00517                                                                 
MYDFMAKRQKQYESDGSDRISFLPKPILHHILSFIETPQVVQTCILSKTWKNIWRSVPTLDFFKINECTAELLDLVKFTD
SLLFLRDGVNLRKLCLPLRGNDVGKVNGWIIYAMRHNVEVFEIRNVVRQSIPFTHILNSESLRVFRLVSTVLDLPASISL
PALKVLKFLNVTVKDGQLEVLISAIPSLETLILEGCTFQSSSLTISATQLKNLVMSGEFPDSTVICTPNLVSLKLGIHKK
PSPTITFDCSLLSLSYAILDYVQIRSQSLIQLMSTLKNARSLTLSEYFFAPFARELQKDDPLLNSIPFYNLRWLKLETYF
DDDELASISNILKNSPEIESIVLVNKGWSKRKRGTEAEKLLPKYKLSHLKLVEIQDIIGSVNEVKMIKSLLENAMVLEKL
IITVREDKDRSSKKKQKLMNLGKKLLTFPRTSASVGILYAQNWMYDFMAKRQKQYESDGSDRISFLPKPILHHILSFIET
PQVVQTCILSKTWKNIWRSVPTLDFFKINECTAELLDLVKFTDSLLFLRDGVNLRKLCLPLRGNDVGKVNGWIIYAMRHN
VEVFEIRNVVRQSIPFTHILNSESLRVFRLVSTVLDLPASISLPALKVLKFLNVTVKDGQLEVLISAIPSLETLILEGCT
FQSSSLTISATQLKNLVMSGEFPDSTVICTPNLVSLKLGIHKKPSPTITFDCSLLSLSYAILDYVQIRSQSLIQLMSTLK
NARSLTLSEYFFAVNSLFSFGELTYDCIGFC                                                 
>Acoe_004_00611                                                                 
MASSSNSNSNDNDHEKVQLLLPEDIMFQILLWLPVVSLLRFKSVCKSWYSLIKSSQFISQHKHKKATITNLLLMLPRAQE
IGHSLNFKVIYSSSSSSSSSSYSNLSGGGSGSSSDINNNNNNIYQTYENLDLPEYFKNKDWDIRWAKMICCDGIICLNHQ
QWDVSLWNPATKQFRILPRSPLPLPQIAHGHFMFIGFGFDVKTNDYKVIRFAFYAPGSSKSGYNQIEVYSLNNNSWKTLD
FVLPINFVISDPKMPYHNGGEGQVYCWMGKDFHQGGIIRILSFDFSKEIFATVPLPNDPTFQSDRIPQLAILREKLAIIN
GVNFLSEIHAWHYQIWVMNEFGIRESWTKLYTVGPFSFSQPIGFPKNEDFFLLVKDRLQLCLCDPITQHINNLPARDISL
KVQAAVYKESLLPV                                                                  
>Acoe_004_00613                                                                 
MDKSNDNDIVPVDIVFQILLWLPVVSLVRFKSVCKSWYSLIQSSRFVSQHKDKDKDKDKSSNDNLVVMLPGAGRSINFKV
LYSCNKYQTYENLDLPEYFKNKDLDIRWSNMICCDGIICLLHFQWDVSLWNPATKQFRILPRSPLPLPQIAHGHFMFIGF
GFDVKTNDYKVIRFAFYASGSSKSGYNQIEVYSLNNNSWKTLDFVLPINFVISDPKMPYHNGGRRGQIYCWMGSGYDQSG
TGTIHILTFDFSKEIFGTIPLPSDPTFQFRRMRLVILREKLATITGVDKLSSDIDTWHYQIWVMNEFGVRESWTKLYRVG
PFSFSQPIGFPKNEDLLLLVKDQRQLCLYDPVTQQINNVPAQDSSLKVQAAVYKESLLSVK                   
>Acoe_004_00614                                                                 
MATTNINNNNGDELTTNLVLPEDIMFQILLWLPVVSLLRFKSVCKSWYSLIKSSQFISLHSNKGTQEDEENYNNHKLFIL
QSNPSGPECKLISSSSCGGGGGGGGNNTIYQASENLDIPEFLSIYDFSEVRSSKMFSCKGIICFLHDNWNVSLWNPATKQ
FRILPESQIPLPGKGNGFKLKIGFGFDAKTNDYKVVRFLYSIQNFHADDKYYDHVEVYSLSTNSWKTLDMVLSISHVEKD
SDPKMPLRNGEIYCWIGGFDWDQSCVISFNFRTEVFDTILLPDDPTFPLDREWQLAILREKIAIVLINYEGDTTALPYSF
NYQIWVMNEYGVKDSWSKVYTIGTFTFICKLIGFAMNGNLLLSVMDQEYNHQLCLCDLVTQQITNLPGQDSSTNVGVAVY
KECLRSV                                                                         
>Acoe_004_00635                                                                 
MAINSSSSNVDRVVNEEEFQLPEDIVFQILLWLPVVSLLRFKSVCKSWYSLIQSPRFISQHYNNGTQEDKEEENYNNYKF
FILQVIYDIDCKIISYSSSSRGGGGGDGIDGDIINNNNNNNNNNNNNNNSKYEVSEILDLPEYFKMISDWDLQKMARKMI
CCKGIICLHYRAWNVYLWNPATKQFRILPQNQSQIPSPGNGCAQKMKIGFGFDVKTNDYKVVRFVYGSGDFPTDDRYDQA
DVYSLSTNTWKSLDFVVSITEVYSNLKMPFRNGEIYCWIVSDWDKSFMLSFNCSTEVFATIPLPDDPNVCKPDVAILRGK
IALINCFWEDSTDLNHFQIWVMNEYGVKDSWTRIYTVGPLSIDFDPIGLAMNGNLIFLVMDQEYQWLAQLCLWDVVTQQI
TFLPGQYSINNIGVAVYKECLLSV                                                        
>Acoe_004_00636                                                                 
MAINSSSSNVDRVVNEEEFQLPEDIVFQILLWLPVVSLLRFKSVCKSWYSLIQSPRFISQHYNNGTQEDKEEENYNNYKF
FILQVIYDIDCKIISYSSSSRGGGGGDGIDGDIINNNNNNNNNNNNNNNSKYEVSEILDLPEYFKMISDWDLQKMARKMI
CCKGIICLHYRAWNVYLWNPATKQFRILPQNQSQIPSPGNGCAQKMKIGFGFDVKTNDYKVVRFVYGSGDFPTDDRYDQA
DVYSLSTNTWKSLDFVVSITEVYSNLKMPFRNGEIYCWIVSDWDKSFMLSFNCSTEVFATIPLPDDPNVCKPDVAILRGK
IALISCFGEGTTDLNNFQIWVMNEYGVKDSWTRIYTVGSLSIGFYPMGFAMNGNLIFLVMDQEYQWLAQLYLWDLATQQI
TFLPGQYSINNIGVAVYKECLLSV                                                        
>Acoe_004_00661                                                                 
MISTKKMIMFSSFPEDMIICILCRIPLKDLMRFKTVCKLWYSIISDSNFHKFHLAPSQQEIILRLTTLSQPEKYWVDVDL
QENIRYMSIHIQDRNNIRAENFCMKFPPADNLRIRASCNGLLLLLEPYRRVLYICNPVTAHYSKLPTKIRPRYLERYYWT
LFYDETVGKYKTFGIIDKKCVMHTVGEKAWSTLDSPYFCKLNTSMVSAEKELHWLGYGHRTKHWIFSVKLSTLEFSITKA
PAHIFKRHHLLSVVKGSLCLTSISGNELEIFVLEDRANCIWTKYYSTDLQSLPNRPTSFTSFLYSPKRNIHHINMRDINC
YDFSELLKIFVHHEDKLFLYDLKSKECMEIAPLSQQEVLAGYHFNYFYSRS                             
>Acoe_004_00702                                                                 
MTRREKEMRMIEMKTGELCEELLEDILYRVPFKPLITMKCVSKDWCSLISKFQTSLLQVSVSGLILFQSYYDLKWFGDYG
HHKTLIKLFELKPDNERELDYLEYNPLCYILHGDIACLTCSNGLLLCCHQQDSVMCEPFLYNLVFKQPISLPELHNLVPQ
GCTVVMGLAFDGFPNQNFNVVCFFFKGDVKILDCVIFSSETGEWRKHRPQLLNSSTMDNAFVEDVNSRNTLFPCKCLFNQ



GSVYWTVHGYLVIYNLREDFFEIQDLPRKDLETPTDCLDECLWMSEGCLHYCYSDKDGFYVWACDMGKEIDYKGEYYDED
GEKIEVFYNVEEEEEDRWKLKHRADLETLVAQQPEFFSKSQENYSFSFLQPCAFNEDFQILYLKLPGSVVVSYSFETGCL
RKVKELRSL                                                                       
>Acoe_004_00730                                                                 
MEILPGLPEEIGLECLTRLSFTTHRVASMVCHRWRNLLESKEFYSLRKKEGKTHQVACLVYSLPNGIRKQTSSPVYGIAV
FDPVNQNWEKLDPIPKYPNGLPLFCQLSSVEGKLVVMGGWDPITWDPVNHVFVYDFMTQRWKQCKDMPSKRSFFAASAID
DRVYIAGGHDESKNALKSAWIYDVRKDEWTELTQMSEERDECEGLIVGKEFWVVSGYGTEHQGIFEQSVESYELSTNQWK
RIEGKWGSNRCPRGCVSVGKNGSLMSWADLDAKVRVGTCAVELGELTLVTGLAYQGATQGFFLVDMKKGDKKLERVDVPE
EFSGFVQSGCCVEI                                                                  
>Acoe_004_00763                                                                 
MLIFLVSCFSFVLLSKSLSLKSLLPWASETGLLYIWFWKELLCLFVSSLSKSWSTCSSFEISSVMSIKKKFLRSKVENVE
GTNGSALLDLPELALDCILEKLEPNELCKMAEVCESLRDRCRSDYLWERHMKNKWGEVIGQAAYREWELHNILIKDSSQT
KKKKSFIKSLSCVCSISWSTPKANKGRKSRNCLPADSIMSLYLSLESGKFWFPAQVYNRENGHVGFMLSCYDAQLSYDSF
TDTFQARYPPHGPRPPVVEDNVQWDRIRAPAIDNPPRKLYGSECLDDLHPGDHIEIQWRRNKEFPYGWWYGVVGHLDTCD
KIQNFCCCHKSGENLKASDADILFIFCGDKSSSVP                                             
>Acoe_004_00800                                                                 
MVKEKKQKVNETCFQALSNDLLSSIFIKCPAKSLCRFKCLSKYWYSLIQNQVFIEERQEKLYEWEIEDEDGLHYYTIEDK
DGLATHKRTHVKDHSPLSYCNGLICFNGGCHPLSVFNLTTKKLVHLSYSQYCYNFEFGFDHLSKKYKILGWGVYGSSIPL
AFQVLTLVKNSSWRRVKNRLGLSRPLGQAVVNAYGRFFWLQDDGKEVRIISFNLANEKFGIIKVPNMIKKENFRYYVFKF
EGSLCWVQQAKCSLESIDIWMLKSTRDSVWAMITKTLTLPLRDTNLQLHNSTFSFLAALSGEMLVVTSDRDERYIFMYSF
LNGQFKRIKVTGLNLSGRFSVHNHVKNYVSLKNFV                                             
>Acoe_005_00044                                                                 
MATSYDMLPDDVVYHILLWLPVVSLLRFKSVCKAWCSLIGSSDFITQHLHLSNLRDNDKVIVLGPSQFDIRSEPCFSLNF
LLLSGNNFQVSTTLDLPHRFDDRLSCHGDIISCNGIICQVHKFDSIVDPHDVSLWNPATKQFKLLPKSEVPLPQELGLVD
LSYGFGFDILTNDYKVVRIISEGIGNTLKRRVEVYSLNMDSWRNIDVVLPVDINVVSDPKAPFRNGIYCWSGWDSFMENG
LSINRNIILSFDFSKEVFGTMPVPDVCLNLQDCKLKLALLRENIACIEWVYHPPERENWNCKIWVLNEYGVKESWTKLYT
IVLDSKAFPRLLSMNGMIIWIKNYQFTSESRLCLYNTITQELKSLPYDGTFPLYLQVANYKESLVSIESADCAIKRVSGA
VNK                                                                             
>Acoe_005_00132                                                                 
MESKKKLCSWNGDDSNKSIENPDKLSSLPEPILHHILSFLDMKHVVQTSILSTRWRYLWVSLPFLSFDHAVFLRCLESCS
PIYPYKKFVDFVDQVLFHRNNSIIQKFKLKDDCCFPTHMDSWIRVAVWRNVEQIHLQLC                     
>Acoe_005_00164                                                                 
MNARDSWKLRRCDVASSEEVKDKFSNDDIAIEILSRLSIASVMELKCVCKRWCEILSSPSFRSAHFQRSARSICGIFVQA
TIRCLCCEKCYDYAAVYYASVGKEGPYETTKKILDFLPEKVVVLASSNGVLFCRTIFEEYNYEHLFDRTMITDDRKHVVL
YVCNPITKEWTALKPRGRFRNDCCYGFSYNPLGSSVTNPGFEVVMVQPSPRIYSSKTGKWRTSNEVCTLSKRLHLHHGCF
TNGVFYWRTSDHSILTFDLKQERSQVIRLPGHMMTGKGGLCLGVSEGNLHYINFNMLELLVWVLEMDALEPKWALKHSKP
LVEIDDAYKSQNYIMYPYGFHDDIVFLRVHWYLCTYNIKTGKMEDALFSFCNLQRFPRDTSYRDSLQQELKSSPSKRLNW
KITLVREIGTYILTSSQFSFKYILFTRMTNLRVLYEMDDFFFFL                                    
>Acoe_005_00241                                                                 
MKRQRLSSMENLDRISSLHESIRRHVLSFLPMEDAIRTSVLSKNWRDVCSYLPNLEFNEGVYRQNKRGREGLDEFKDIID
QMLLVHDDSNIKRFMLRFYKAQTPISTQHLNAWISFVVRHNVQELTLNLDHWPIEQLPSCLFTCSTLTTLELNSLRLRLP
TTIQFPLLKSLVLDKIGFVDDNSTNKLFSSSSCPVLEDLIILCCYQSIETTHTVSFSKLKLLKFFENDFFFNVGIDLNLK
TNLFISYLHKFAYKGKEPPKLSCETLSSMTQAKFTLTLPPTDSNDTCENSASKILMGMRNVVTLSLKGFYIEFLTRDQDV
STSLVTSSDSLKTLKLHMHATKNQLQVVTFLLRSYRNVQSLSIYFSQEDYTSLNMLNMEEYWQSEVLSTRDNLSHLKTVE
IDLFQGSDIELQLVRYLLVSASTLERIRIDLQFYTGDAEEQRRLSAKLQTFTRISPDASIYVSGFERFVGHMKRQRLSSM
ENLDRISSLHESIRRHVLSFLPMEDAIRTSVLSKNWRDVCSYLPNLEFNEGVYRQNKRGREGLDEFKDIIDQMLLVHDDS
NIKRFMLRFYKAQTPISTQHLNAWISFVVRHNVQELTLNLDHWPIEQLPSCLFTCSTLTTLELNSLRLRLPTTIQFPLLK
SLVLDKIGFVDDNSTNKLFSSSSCPVLEDLIILCCYQSIETTHTVSFSKLKLLKFFENDFFFNVGIDLNLKTNLFISYLH
KFAYKGKEPPKLSCETLSSMTQAKFTLTLPPTDSNDTCENSASKILMGMRNVVTLSLKGFYIEFLTRDQDVSTSLVTSSD
SLKTLKLHMHATKNQLQVVTFLLRSYRNVQSLSIYFSQITHP                                      
>Acoe_005_00243                                                                 
MDRISSLHESIQRHILCFLSMEDAIRTSVLSKSWRYVCFSLPLMEFSEQKFEDKKCKILFKDMVDRTLLLHDESDVKHFK
LMYYSKTDLSMKHLNSWISFAVQHNVQQLTLSSFYRTIEQLPPCLFICKTLTTLFLHNINLKVPTVIRFPLLKTLELHFV
SFDNLAIANHLFSNCCCPVLEDLAILHCEPALKNNLNSLQNIHKFVYSDIELPNLSSEILSTISVAKFDHATSLPTSSND
TDPGFLDTPASKILKRLQNVVRLTLEALYIECYSALNMRNMEEYWQSKVLCTRDILKHLKIVQLDFFKGSENELNLVRFL
LLSASTLEKMSIKCFKHHLLEYLKKSTNVKDLSKYSEYLENKMRISEKLLKFTRVSPDASIDFS                
>Acoe_005_00246                                                                 
MKFQLQYYALLFLLLFILFIFFFVLRWSNKSILIINQEETFKQISSMELENVDRISSLHESIRRHILSFLSMEDAIKTSV
LSKNWRHVCSSLPNLEFHEDSYGIKKSTLGYVDDFKDVVDQILIGHNESHITSFSLYLWMEKQSLSTSHLNSWINFAIRH
NVQQLTLVSVFWQIKRISSCLFSYNTLTHMRLVNVHLKLPTTIKLPFLKCLVLSRIEFVNDNLSSMLFSSCCCPVLEQLQ
LFNCYQNHANTNVFSFSNLKLLKLQNNSKVPVKVLISRLHKFIYVGKEPPNLSTETLSSLSNTCFGLTLPPTNSNNTDPD
YFDNSASKILAGLRNVEALNLRDFYLEFLTRDRDLSASLATPCYSLKSLKLCMHDTENQVCAITLLLRSYPNLQDLSISL



NQDCTSLNMLNMEEYWQSTLLSTKDILKHLKTFDVELFQVSTNALDIMRYVLASARALEEMRVKVLEPLVNVEKDRMKLS
EKLLTFPRASIRSAIYLCD                                                             
>Acoe_005_00258                                                                 
MDRISNLPDSLQNHIVSFLPLKDAIICSVLSKQWSHVCSSLSNLDFIEIGFRVSRECFKSIVDQILSRHDGSDIRKFCLM
VSPFEDEFLSLLHVNTWISFALRHNVQELYMFISSNRPEDLLQAVQPQPQIQFPCAMFTCATLTSLTLVASYKKLKFPPD
TRFPVLKKMTLWMISFADEYLTNKFFSDFSCPMLNDLFIRYCKIKNITTLNISFSSLKHFSLYENLSHSYKINLSAPNLL
EFVYIGMYPPDIISRTFSSLVSATFKGEGNPYDLDDVSNCPRKILQELRNVETLALLGSFIEFLNRDQYFRSSLPTPYHS
LKYLQLGMDAYQNQGHELIFLLRNCPNIQRLSITYHPLKTTCLNMLSLKEYWPCKEFLAGDLLKYLTTVEIQKFQGSRSQ
LDIVRFLLQSASNLEKMTIIWLDEEHQDLETRTRVFQELLNFTKVSPQVEVLLFTQEGVAYDPKQEQEMDRISNLPDSLQ
NHIVSFLPLKDAIICSVLSKQWSHVCSSLSNLDFIEIGFRVSRECFKSIVDQILSRHDGSDIRKFCLMVSPFEDEFLSLL
HVNTWISFALRHNVQELYMFISSNRPEDLLQAVQPQPQIQFPCAMFTCATLTSLTLVASYKKLKFPPDTRFPVLKKMTLW
MISFADEYLTNKFFSDFSCPMLNDLFIRYCKIKNITTLNISFSSLKHFSLYENLSHSYKINLSAPNLLEFVYIGMYPPDI
ISRTFSSLVSATFKGEGNPYDLDDVSNCPRKILQELRNVETLALLGSFIEFLNRDQYFRSSLPTPYHSLKYLQLGMDAYQ
NQGHELIFLLRNCPNIQRLSITYHPVLLYNLVV                                               
>Acoe_005_00263                                                                 
MSSSSTSREKKPTKFFINDHPDILIEVLQRLDDRSLSVAACVCRLWCSISRNDSLWENLCFSHVSPRPSDVRPVVLALGG
YRRLYMVCLRPVLRRLSKLSLHQLGGGSGGGGGESRSVWTRDEVQLSLSLFSIDYYERLGSSTTGRHGEASSSLMFLCKP
VNVS                                                                            
>Acoe_005_00294                                                                 
MAKLLKKVFESVKIRCNNNNNSCSSNLNETNRWFMKSDSCLELEELGLGLGGEFDRIPVDLFIQILKLLGPKESARISIV
CKSWRIIVSDNRLWIYFLQNQNQLQQPWDSIVFAEKHLRSGYPLFQSIYNQSIQLSFMHIYGQRAQLNGSVIIDGGSGYC
KFGWSKYASPSGRSATFLEFGNIESPMYSRLRHFFATIYNRMQVKPSKYPIVLSVPICHYDDTESAKAARRQLKETIYSV
LFDMNVPAVCALNQATLALFAARRVSGIVVNIGFHVTSIVPILRGKVMREVGVEVLGQGAVKLTGYLRELMQQKNMNFGS
LYTVRTLKEVFILFVSVVKSVFCLCLENLCYVATDYEAELQKDTQASFTVPGEGLFTLSKERFQTGEILFQPRMGGVLTM
GLHRAVGLCMHHCQASEVTCDDGWFKTVVLAGGTACLPGLPERLEKELRAYLPTSMSEGIRVIPPQYGAESAWFGGKMIS
NMSTFPDAWCMTKNQFRQKSRRSFISSWMAKLLKKVFESVKIRCNNNNNSCSSNLNETNRWFMKSDSCLELEELGLGLGG
EFDRIPVDLFIQILKLLGPKESARISIVCKSWRIIVSDNRLWIYFLQNQNQLQQPWDSIVFAEKHLRSGYPLFQSIYNQS
IQLSFMHIYGQRAQLNGSVIIDGGSGYCKFGWSKYASPSGRSATFLEFGNIESPMYSRLRHFFATIYNRMQVKPSKYPIV
LSVPICHYDDTESAKAARRQLKETIYSVLFDMNVPAVCALNQATLALFAARRVSGIVVNIGFHVTSIVPILRGKVMREVG
VEVLGQGAVKLTGYLRELMQQKNMNFGSLYTVRTLKENLCYVATDYEAELQKDTQASFTVPGEGLFTLSKERFQTGEILF
QPRMGGVLTMGLHRAVGLCMHHCQASEVTCDDGWFKTVVLAGGTACLPGLPERLEKELRAYLPTSMSEGIRVIPPQYGAE
SAWFGGKMISNVSLCPIYRLHLWVLKPKVFQNIYGLYWHNAKITFSGVMAKLLKKVFESVKIRCNNNNNSCSSNLNETNR
WFMKSDSCLELEELGLGLGGEFDRIPVDLFIQILKLLGPKESARISIVCKSWRIIVSDNRLWIYFLQNQNQLQQPWDSIV
FAEKHLRSGYPLFQSIYNQSIQLSFMHIYGQRAQLNGSVIIDGGSGYCKFGWSKYASPSGRSATFLEFGNIESPMYSRLR
HFFATIYNRMQVKPSKYPIVLSVPICHYDDTESAKAARRQLKETIYSVLFDMNVPAVCALNQATLALFAARRVSGIVVNI
GFHVTSIVPILRGKVMREVGVEVLGQGAVKLTGYLRELMQQKNMNFGSLYTVRTLKENLCYVATDYEAELQKDTQASFTV
PGEGLFTLSKERFQTGEILFQPRMGGVLTMGLHRAVGLCMHHCQASEVTCDDGWFKTVVLAGGTACLPGLPERLEKELRA
YLPTSMSEGIRVIPPQYGAESAWFGGKMISNMSTFPDAWCMTKNQFRQKSRRSFISSWMAKLLKKVFESVKIRCNNNNNS
CSSNLNETNRWFMKSDSCLELEELGLGLGGEFDRIPVDLFIQILKLLGPKESARISIVCKSWRIIVSDNRLWIYFLQNQN
QLQQPWDSIVFAEKHLRSGYPLFQSIYNQSIQLSFMHIYGQRAQLNGSVIIDGGSGYCKFGWSKYASPSGRSATFLEFGN
IESPMYSRLRHFFATIYNRMQVKPSKYPIVLSVPICHYDDTESAKAARRQLKETIYSVLFDMNVPAVCALNQATLALFAA
RRVSGIVVNIGFHVTSIVPILRGKVMREVGVEVLGQGAVKLTGYLRELMQQKNMNFGSLYTVRTLKENLCYVATDYEAEL
QKDTQASFTVPGEGLFTLSKERFQTGEILFQPRMGGVLTMGLHRAVGLCMHHCQASEVTCDDGWFKTVVLAGGTACLPGL
PERLEKELRAYLPTSMSEGIRVIPPQYGAESAWFGGKMISNPRHFATQYTQFFLQLANGLVAQWMAKLLKKVFESVKIRC
NNNNNSCSSNLNETNRWFMKSDSCLELEELGLGLGGEFDRIPVDLFIQILKLLGPKESARISIVCKSWRIIVSDNRLWIY
FLQNQNQLQQPWDSIVFAEKHLRSGYPLFQSIYNQSIQLSFMHIYGQRAQLNGSVIIDGGSGYCKFGWSKYASPSGRSAT
FLEFGNIESPMYSRLRHFFATIYNRMQVKPSKYPIVLSVPICHYDDTESAKAARRQLKETIYSVLFDMNVPAVCALNQAT
LALFAARRVSGIVVNIGFHVTSIVPILRGKVMREVGVEVLGQGAVKLTGYLRELMQQKNMNFGSLYTVRTLKENLCYVAT
DYEAELQKDTQASFTVPGEGLFTLSKERFQTGEILFQPRMGGVLTMGLHRAVGLCMHHCQASEVTCDDGWFKTVVLAGGT
ACLPGLPETREGITCISSNIHVMAKLLKKVFESVKIRCNNNNNSCSSNLNETNRWFMKSDSCLELEELGLGLGGEFDRIP
VDLFIQILKLLGPKESARISIVCKSWRIIVSDNRLWIYFLQNQNQLQQPWDSIVFAEKHLRSGYPLFQSIYNQSIQLSFM
HIYGQRAQLNGSVIIDGGSGYCKFGWSKYASPSGRSATFLEFGNIESPMYSRLRHFFATIYNRMQVKPSKYPIVLSVPIC
HYDDTESAKAARRQLKETIYSVLFDMNVPAVCALNQATLALFAARRVSGIVVNIGFHVTSIVPILRGKVMREVGVEVLGQ
GAVKLTGYLRELMQQKNMNFGSLYTVRTLKENLCYVATDYEAELQKDTQASFTVPGEGLFTLSKERFQTGEILFQPRMGG
VRHIHGAHTHATRDLSKTKGKILESHNGFASGSWTLHAPLSSLMAKLLKKVFESVKIRCNNNNNSCSSNLNETNRWFMKS
DSCLELEELGLGLGGEFDRIPVDLFIQILKLLGPKESARISIVCKSWRIIVSDNRLWIYFLQNQNQLQQPWDSIVFAEKH
LRSGYPLFQSIYNQSIQLSFMHIYGQRAQLNGSVIIDGGSGYCKFGWSKYASPSGRSATFLEFGNIESPMYSRLRHFFAT
IYNRMQVKPSKYPIVLSVPICHYDDTESAKAARRQLKETIYSVLFDMNVPAVCALNQATLALFAARRVSGIVVNIGFHVT
SIVPILRGKVMREVGVEVLGQGAVKLTGYLRELMQQKNMNFGSLYTVRTLKENLCYVATDYEAELQKDTQASFTVPGEVS
QWVCIGQLDSACTIVKPLKMAKLLKKVFESVKIRCNNNNNSCSSNLNETNRWFMKSDSCLELEELGLGLGGEFDRIPVDL
FIQILKLLGPKESARISIVCKSWRIIVSDNRLWIYFLQNQNQLQQPWDSIVFAEKHLRSGYPLFQSIYNQSIQLSFMHIY
GQRAQLNGSVIIDGGSGYCKFGWSKYASPSGRSATFLEFGNIESPMYSRLRHFFATIYNRMQVKPSKYPIVLSVPICHYD



DTESAKAARRQLKETIYSVLFDMNVPAVCALNQATLALFAARRVSGIVVNIGFHVTSIVPILRGKVMREVGVEVLGQGAV
KLTGYLRELMQQKNMNFGSLYTVRTLKEVFILFVSVVKSVFCLCLEVHQRQGTLLKNA                      
>Acoe_005_00459                                                                 
MAPDLSNIQKSVTKGSIQRCLAARKNGISNKVKQTTTKQWLTRCAILQIDNDILSEEILDKLPLTSLCTCKCVSRLWRSL
IVQNFDRSPRLPIICRIGLTTNPVRLCSIDTNTGLVTPIYSPIYLGEYNLVKPICSNGFVCYFNLTDVHNLVVFNPATQE
KLLVPNTNDYGVHFGFDPCSNKFKLFGWTNYPHCEVYTLGTSSSWRTVTSTPIQGSGKPCSLLFCINGTIYWYSDTGMVI
SFHLGTESFGLIQGPNKDLCGSEETPIKKVDYMFDLEGCLCLAIIRVKPERILDLWKLKDQHNVNSGWVLIARVNMPLGK
RNFWTCPYLTRTGEIVLAKCEEQGSNSFYLYSLLTRQFQNIKICGGDSYYILDNYKENLARLRDF               
>Acoe_005_00548                                                                 
MNSLPIEIVTEILTMLPFRSVLRFRSVCKTWRSIIDNSKFATMQFSRATHADTKTTLLLLPKLSPDRPTVYLVQLINEDD
DKYVFNTTKIEFSCPEHSPAYPRPYIDGLFCFCSENFNGSCNDVRFIYIYNPATQEFVKLPDVTVPPIEFKKAHEPVLAG
FGFDYSSKKYKVVQLFQSNPPIKAEARVFILGSKSWRRLENVPNLYYFRSSCTSINNSLHWLTNDCVLTFDLASENFGFI
AFPQFPELGRWGPRLFYIMNLGDYLSISDDSYDDHLDLWIMKEYHVEESWTKLIVMKTFAIDGGMQARFSKMLPISLWKN
GEILLSCDFRIFVLYNIESGRYSPLQIDEIPQYRAEGEYIIYPDKYAYEIEGFLNNELKAK                   
>Acoe_005_00549                                                                 
MNFLEKVILCKEIMFLGHTALCVAFIAYIWRQVTIKNTERKEQFFELEKNTRKKVCFDDVAGCDEAKQEIIEIVEFLKNP
KKYENFGAKIHKGVLLVGPPGTGKTLLAKAIAGESGVSFLSISGSDFVQYVGAGPSRMRSLFSEAKKCAPSVIFIDEIDA
IGRARQEDGNYERGSTLNQLLVEMDGFGSTNGVVVLAGTNMPDMLDKALLGPGRFDFQISIDTPDIRGRDQIFRIHLKAV
KLDPKATNLAQKLAVLTPGFTGADIAKVCNEAALIAARTDSEWVTMDHFESAMDRIFFGPEKPNKVISKQDRRTVAYHES
GHTVTAWFLEHIEPVRKVTIVPRGSSTLGCTQCAPSENRIMTEKQFFDIACVTLGGRASEQVMLGEISTGSRDDLEKLTE
MTYELVTRDGFSDKVGILSFPPGNKGSENLQPYSNNTRVAIDAEVKKWVQEAYDHTLQIIKDHEEHVDHIAKQLLEKEVL
YEEDLIKVLGERPWKTRILCGLKKQNKIISKQDRRIVATSPSDFGSFYAKIRSSGHCGSQPQEDGESDEETPTDSTVSLP
NDVLEEVLSRLPDCSVLSCTSASKTLRELIYS                                                
>Acoe_005_00551                                                                 
MNSLPIEIVTEILTMLPFRSVLRFRSVCKTWRSIIDNSKFATMQFSRATHADTKTTLLLLPKLSPDRPTVYLVQLINEDD
DKYVFNTTKIEFSCPEHSPAYPRPYIDGLFCFCSENFNGSCNDVRFIYIYNPATQEFVKLPDVTVPPIEFKKAHEPVLAG
FGFDYSSKKYKVVQLFQSNPPIKAEARVFILGSKSWRRLENVPNLYYFRSSCTSINNSLHWLTNDCVLTFDLASENFGFI
AFPQFPELGRWGPRLFYIMNLGDYLSISDDSYDDHLDLWIMKEYHVEESWTKLIVMKTFAIDGGMQARFSKMLPISLWKN
GEILLSCDFRIFVLYNIESGRYSPLQIDEIPQYRAEGEYIIYPDKYAYEIEEEIIEISLSILVFLFVERVLK        
>Acoe_005_00555                                                                 
MEFQCTQMSTRKKLKSGDQQDASNGDRISDLPDNLLHQILASLDMKCVVQTSVLSTRWRNLWMSLPTLNFDLDTFLESTK
GTAKDKDRFMEFVDQVFIHQDITNVQKFHLFYNEKRELLHKRVYSWICAAVRRNVQELFIDFPTANSFKLPFRLFTCQSL
KVLKLEFGSSYVCLRLPEFISLPVLKTVHLKSVRFSDESRTSKFFSSCVVLESLAIIYCDFSFYLLENLIISCPKLKHLV
IENDIDREDWYGKGYCKVKIFAPYLESLRCRDHLGRDYVIENSSSLVKVEIYMEKEKTEDLDCGELSDTTKEYGARVISV
LSAVRNVRELTLSPWLLEVIFNPPVAQLESVSLQFLNLRHLKLKTWLCNESIHAITYLLNISLNVETLIVEVKKRDICIY
DGYKDHFWTTGVSEYKDRGLPLHCMNHLKFFGIKGILGYGCINVMIFLEILLKKALVLEKMVVFTAKDPNKDKRLMKFRE
KLQQISPVSSNVGFFFESSDPQY                                                         
>Acoe_005_00612                                                                 
MASLSSNLPDEVMMSILSGLPAKSLMRFKCVCKPWCELITSDSYFHRMRIQQAIKRNDNHLHPLTLFATLISKSNDNDDD
DKDEEDNNDITDDEEVNIEINNNDECNSFSGTTITVLSHEPTVFKSENVFFDLPFHDNDFKLVGSCNGIVCLVWKNVVCL
LNPYTREYKTVEFAKEFIFDRHTAYGFGYDTATEDYKLVLLIFNEIFVYSLNDVNSCFTISTLHFFINLPIGYPDVKDLG
AFCNG                                                                           
>Acoe_006_00010                                                                 
MPTLVNYSGDENLCHGGSIFSTLMDASLLLSLGSHVDVYYPPRKRSRVTAPFVFNGDMFTKSKKPSIDVLPDECLFEIFR
RLPSGQERSACASVSKHWLMLLSSISKDEVCSNESAQMKIDEVVPDKVDESSKLNKQSGLDSKDSEMMIQEDTQEIESDG
YLTRCLEGKKATDIRLASIAVGTGSRGGLGKLIIRGSNSTRGVTNVGLSAIARGCPSLRALSLWNVPSIGDEGLIEIAKG
CNKLEKLDLSQCLISDKSLIAIANNCPNLNQIRIESCPRIGNEGLQAVGKCCLNLQSISIKDCPLVGDQGIASLLSSASY
TLKRVKLQALDITDVSLAVVGHYGRAINDLVLTGLQKVSEKGFWVMGNAQGLQKLKVFTITSCRGVTDLALEAVGKGCPN
LKQLCLRKCSFLSDNGMVAFAKTVASLESLQLEECNRITQSGVLSALSNIKSQLKVLSVVKCMGIRDMVSGLAALSPCKS
LRSLTIRDCPGFGSASLAMVGRLCPQLQQVDLSGLSGVTDAGFYPLLENSETGLVKVNLNGCIGISDAVVSTMVRLHGTT
LQLLSLDGCKNVTDASLFAIAVNCSVLRDLDVSKCTVTDRGVAALSCAKELKLQILSLSGCSQVSDESVPYLNNMGQNLV
GLNLQHCNAMSCSKIDQLVGNLWRCDILA                                                   
>Acoe_006_00037                                                                 
MDASTLTGKSKSRREGKKNKAKEEVEDRISRLPESILHHILSFLPTHYAVGTSLLSKRWKYLWTGISKLDFNGKLIGSNI
AFINFVERVFFGHDATTALNKFRFSCDEPIDECHIKAWISAALRRKVQKINLDLTSKLLVVFPASLFSCETLTALKLTAL
FSVLQLPVSICFPSIKLLHLKFIDISCEESVQQVSLSCPVLEEVMLMDCSWENIKVIDIFAPKLERMAIDDKDNDWSTNC
KIKIYAESLVTMVVTSCLACEISLHNISSVNEATINIQSENDISYRLTKLLQGISNVKHLHLPYLTINKLSSTKDLLALS
NLKSLTVTTSTFVNGKLLTELFCSLPKVESLIFTNGLDRYSHEGYDWTPEAFQSFLSHLKSFEISNFYGNETELSLVEFL
LKNAIALEKITIVSSSALSADPITQLEITTRLLCAPRGPMGTIIEYPLRP                              
>Acoe_006_00110                                                                 
MDNKLRRVGVGVSLRLCSKANNQFDKLPKEIVYDIMSRLPVESISHCRFVSKDWYNLVKDCFFVNFQHNSSSSRLGSHGD
GLLVVCHTTKEDEQELYLLVEEENVVPFPTINSSSLLNKMKPLNINLDDFSSKFIKVIASSNGLMCLVLSPWNYMFYICN



PVTREVLKLPEPPGLDSCFNTNKLEYMYPTSSGFAFHAPTMEYKVVRTWYFKAIDTGLIYTGIEIYTIGSGELWRRIDKQ
DIISTSTLRRLPTSQVFLNGALHWELEDLTKPQFKHSIGVVHIGDEKFTSLEIPPVDVGVKFRTLISLRQCLCLTDDFKD
HMILWIMKSYGVARSWTRLYFIRKARLGPLQTLPFIGVKTLKNGSILLSGGGYHGYYDFDKHEFKQIFIDSPPERLDIVV
HIASLISPATIAGKGEEYRAQSTPRRPIRFTLKRKAKKLLTASCIFGN                                
>Acoe_006_00370                                                                 
MDDFFPDDFFYEILLRIPAKDLLRFKSVCKSWNLLISDKFFAIAHLSYSKLEILLALGQPKSQKNRVINFFTLNQQDNNL
IKFALEDNQLLLKSACDGMVFLQCYHDCGKIFIYNWVTRQLKRLPPPPEDCSRFVLFLDDSIQKYKVFGIQQYTTAITTM
ECFMITQGDTDWRFVYSIASEDKGQVKGITCVEKELHWTARQDKFSTNYVLYLYSMDIASEEVAKVEIPFEMTNYHALGQ
VRGSLSIVSKCETHVEIRSLADKATNHWIIVCNIDVESIVSPLLSGEPKLSNWSRKLYQFAYMDDIDSDTYSDRMKILIP
FEDRLYMYDMEKKDLSEIVIPSKIENLFIWRVLPRKSSLVNWE                                     
>Acoe_006_00374                                                                 
MSDMERNKEVCESRSNELGFVEEEIRPMSRPVSRNSSPSSRPGSRNTSPSSRNTSPSRVKTKPRGLDEETAGTFGKAVHM
DVQMEDNIWAMLPEDLLNEILARIPPFMIFRLRSVCKRWNSILQDNSFLKFHSQVPSHGPCLLTFSKNLLILQCSVFSLP
LKTWYKIPFTFLPPWVFWLVGSSGGLVCFSGLDGLTFKTLVCNPLTQAWRTLPSMHYNQQRQLIMVVDRMDRSYNVIATG
DMYGDKTLPTEVYDSKTNTWSLHQIMPAVNLCSSKMAICDSRLYLETLSPLGLMMYRLDTGYWEHIPAKFPRSLLDGYLV
AGTQKRLFLVGRIGLYSTLQSMRIWELDHVKTVWVEVSRMPPKYFRALLRLSAERFECFGQDNLICFTSWNQGKGLLYDV
DKKVWCWIAGCARQSYNSQVCFYEPRFDASIY                                                
>Acoe_006_00403                                                                 
MHECRQGGSRSVTAKLLLRNNNILIPEDLVIEILLWLPVKSLVRFRCVCKFWEHLLTTNLNFTGLYYDRQF         
>Acoe_006_00445                                                                 
MPFTEVLKAVFPFLDGKDLVSCMLVCKHWRDIARDDYFWKCICAKRWPSICKKPTTTSLTYRKLFLTFHKRQRRRTLLPP
RLSFDDLEFYIDIWAEEAVIFSEVIPGPVLRTGIKIHPPGTCDILKFHLERPDYKLTVLVEPRFTVRSSQTVSVSLFVGR
KDTNKIARIVNKSLFDYIDRTSYRALAYDYLDFSPEHPFVSGIRAWISLLFLEAGNDGAINVFGIAIDFCDVANSEDEVL
RLLDMLDWK                                                                       
>Acoe_006_00465                                                                 
MEDNNNKKEKSIALPDEMILDILSFLPIKSLMRFRCVNKTLLQLFTTDPQFAQLYLNKSNRKNTTILAIRHELQQLQDKS
LVYSSAVNIRSECDKVAVPLELPFYRGGTYSYIIGGISNGLVLVNLDDDKEKVFIWNPLTNDYIDIPYPPTPDHYCCEIR
GFGFGFIQATNQYKVIRFCDCNYTPFDEGDEQSHVSVYTLGIDSSWRNLKDISYYSICLDCTAPLVNGVIHWNAFTGSIF
LDDKRILSFDMKDEIFGEIPHPKHINANYPESFYDSRDCGENIQVWVMQEYGVANSWTKQFTIGRPDICGSFTTLQPISV
PQKEKTLPKTSILIDTITPLQVILYDPETNSVTNLEEFGLHLKEAFNYTPSLISPRVISGDGDLLAVRHKASTPSLISPG
ATSGVTSRFAIL                                                                    
>Acoe_007_00024                                                                 
METGEETEREEEILPKVILPSEIILFDILSRVDVKSLIRFRSVSKSWNTSVTDPFFIDMHMNRSLERNSFKVKLMIIDEK
DRLYSLDFEKGLDHAVAIEHPVSAIHTTRVCGSCNGLLCMLFNHNIYIWNPTTRKCRKVPCLPSYDDHIIGYGFGYNRDI
DDYVVVRVSSRKFVDVMSSIVDVYSLQRDSWRTVPDNTCYKLWDTKSAVFVEGSLHWVGLVSWQMVIIAFDIGSEKFREN
GSVLLKGSNMDVILYDPKTKTRSFNHIRGPYGVAEAKAYVESIVRV                                  
>Acoe_007_00234                                                                 
MMMMQEDVMQEILLRLPVKSLAKCTCLSKKWNALICYNQSFCYNFIAKLSKNRMFLMGFFLKSDEPIHFLPTSSPEGSKV
ANSKKRKWETFLNSDVGCHVLGDLFNCPVEEWPMICSSNDVAFPIPEDFSLSYLGNPVVHVVGSSNGYLLSSHEQECPMS
YVISSPITKQQIILPIPNKTSKIVCHGFQCDAYGKHYKIVRTISLRPLALNTGLTVEVLSSDMPNQWKLFILTCPFRFSL
NFSFRSTTMIRNDVAYLPAFVEQATLEPCLLIFDQSKEILEVVEVPKERCNLFGMSDGLILCASNELGQLKIWLLNDKGD
AKREWFLKHNVGLGSKVENYFECTKDADEGIIELIAFHPMNPRVLFIACAQNIYQYNVSDSRFELICDFTKKDWNRVYTF
IPYTSPLIGPQLFCDH                                                                
>Acoe_007_00239                                                                 
MSLKNIFREFRERKDGNGNMSKRGVEGKTQHHHRRGRSHIAPDGPIRCVAGSNQQSRWANLPPELLLDVIKRLEASQTSW
PARRHVVACASVCKSWREITKEVVKTPEECGRITFPISLKQPGPRDNPIQCFIKRERGTSTYRLYLGLTPALLGENGKLL
LAARKVRKATSTEFVISLVVDDFSRVSSTYIGKLRSNFLGTKFTIYDSQPPHDIAGQSSCRPNRRIHSKQVSPRVPAGNY
NIGSVSYELNVLRARGPRRMQCIMNSIPISAIQDGGTAPTPTTFPQSLEEQFAILSAPKSKEAQVDVSSTSLDTLLPVQG
AKDPLILKNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLVAAAEPSHNVSLAEQEKVILQFGKIGKDIFTMDYRYPLSAF
QAFAICLSSFDTKPACE                                                               
>Acoe_007_00325                                                                 
MAATSNNNNGESLLLEDLMFEILLWVPVVSLLRFKSVCRSWLSLIEGPRFISQYNYNANRTEEENYNKLIILQQGQKFTI
NCKLLSSSSGKVNDNDTDSNKKVFQEQQFDITFDEDDILIFQKVLIIWDRGSNCNWDVCLWNPATKQFRILPTSRVPLPP
LPTPYSYSVDIGFGFDLKTNDFKVSLRHTTLNHHKWEDCYH                                       
>Acoe_007_00358                                                                 
MAIFPDDIIIEILIRLPVKSLIRFRCVSKPWCNLIHDSTFIQTHFKRALEENNLDLFISCTTTYKQKTFFSHMYCLDFNS
SNEAVEIIENPIKESLDEAFLKERLLGSCNGLVCLFTTDAFCVLNPLTREFKFVNHDFDVRFEYEDVYGFGFDSDAGVYA
VVYIKCDHIIHSNSIVHVYSLSDTSTTCVITFNVAYKFKCDMRSGVYLNGALHWVAFPNPMDKRNETVVSFNINEKVFQE
LPRPDKLTENACITVGLLGGYISILCYLPSDPIEIWIMNNYGVKESWSKLCAIERAVIPCFMASDLWRSDPWVRP     
>Acoe_007_00416                                                                 
MAPPRVANSKKKIAMSSSSNKRKTVVGQDRLSTLPDSLIHNIFGFLDMNQVVQTSLLSKRWKSLWVSNSCVSIKYKDWRS
EDRGYCVSNDFYSDDFKKYVDRVLLLRDGSNIEKFYLECGGQSDIISLEGDWENEIETDIFKTWIASVMKRNVQEVILQD



MEIVPSILKLLSGQIKYLTLDKVRFRGENNELILSSNAMENLIIKECDFGYESRFTINAPNLNKLTVDGKDSSSTANSRI
RICAQNLMVLLIKGSMYQDYSLENVSSLVTAFIDVYEVTGLFASHLKVDLAKQFSNLLKGLHNAKSLTLSAYSFQRFPEV
PNLFDSLAAFQNLGFLKLTEWNITKYICVIAKLLEKFSNLETLVLVGNDEFVHSDSQGRGGDWGAQLSLSPCMLLHLKSV
EIQHPYECGNFFKFLEFLLKNAVDLESIVMTEMTTHATEKKKLVKLGKKLQVAPKSSSKVKIFLKERN            
>Acoe_007_00437                                                                 
MTGKRSLPHLPDEVLLNIFSRLPADCLLQCRDIYRPLGNMIANPSFVDVHFKRATPVIAFCYEGAEKKMSNKGDVRFTDE
VAKQIKTKRSTLSSKYVLYCSCNGFLLFRYKHLLHDIQIWNPITQQKVEVHSLGSHYSACGFFVHPPTMEYSVLLVHGAA
NNFQYSVYGLMSETVRPIKNFTHSPTKGKAPIFLDGILHWMVDVSDYKRLHEET                          
>Acoe_007_00640                                                                 
MSTTTADDLPDDIMEEIFTRCPAKSFAQLQIKYVCKPWHNLISTFSSKSNFIQSHLNRSIERDCPNLLLTNFGMMLRTQL
YSSTLNSSCYESNVEEIQNPFKETHLVTEVLGSCNGLICLYMDNNSLCLLNPCTREHKFIDLGKNLDVDCCAAYGLGYDS
VVDEYKLVHVDRYEYFDDGCNSQVNVYSFNDNCKATCLMNFDVPYKVINGDISGIYLNGALHWVAIHKDKLETETIVSFD
MRETCFRELLSPNQFREKATIEVGMLRGSQLCMLCYFPRGDIQVWVMNQYGVIDSWIQQFAFEEAVLPSVCKLRSLSLEK
HKEILYRVTPLYFFESGEILIKDRMDFVVYDPKQQTTRKLNILGMPDVPLPQIGDLHSKSCPVEIGY             
>Acoe_007_00705                                                                 
MGVSLRVSKSGGISKSSYYFGNERRSNKEVVREERRMRNSNVEAEIDRLPVDLLAHIFFLFSSFTDLAQASSVCRKWREG
VKQSLARKERLSFAGWKMDDDSTARLVRYAYNLKELDISRSCWGCQITDEGLFKISLAKCVSNLTSISLWGMTGITDRGV
IQLVSRANSLHYLNIGGTFVTDESLYAIAASCPHLKTIGLWSCRQVTESGLVVLVNNCHKLESINVFGMRVPVECFIGLL
AISPALQIKAGRVNLNVRRLPLLPIHMGVSLRVSKSGGISKSSYYFGNERRSNKEVVREERRMRNSNVEAEIDRLPVDLL
AHIFFLFSSFTDLAQASSVCRKWREGVKQSLARKERLSFAGWKMDDDSTARLVRYAYNLKELDISRSCWGCQITDEGLFK
ISLAKCVSNLTSISLWGMTGITDRGVIQLVSRANSLHYLNIGGTFVTDESLYAIAASCPHLKVNSFK             
>Acoe_007_00738                                                                 
MGQSASTPTGLIRRESNLSHRMKHNRSFSTSVISPEELSPSSPPPSSSSEFQIINIFTDLDFISELPDECLAYIFQTLSS
GDRKRCSLVCQRWLRVEGQSRHRLSLNARSDLLPSIPSLFTRFDSISKLALKCDRRSVSIGDEALIMISLRCRNLTRLKL
RTCRDLTDTGMIAFAKNCKGLKKLSCGSCTFGAKGMNAILDNCALLEELSIKRLRGITEGAAAELIGPGVAAASLKTICL
KELYNGQCFGPLIVGSKNLKTLKLFRCSGDWDRLLEMFAKKVTSLVEVHLERLQVSDHGLEAISNCLSLEILHLVKTPEC
TNVGLVSIADRCKLLRKLHIDGWKTNRIGDEGLIAIARRCPNLQELVLIGVNPTSLSLGLLAANCQNLERLALCGSETIG
DAEISCIAAKCAALRKLCIKGCPVSDHGMEALAGGCPSLVKVKVKKCRGVTCEGANWLRESRGSLAVNLDTGTSEPPEVI
AGDGEVQENVAEFHPIVVQSGASDMPSSSNGRSPLYKAKLSFFAGRSFVACTFRKWSSSNNSC                 
>Acoe_007_00763                                                                 
MALWSELPNDLLCLIGKKLDIVADRCRFRSVCKSWRFSLCPFPQPPWLMLSESQLELLQPSETNKRDEEKEDNKEEEEEY
NYNSRPPLRGFVGIGGGEQQQQVIYEIELPEAHQMRCVGSTGNWLITVGKSSMIHLLNPISRVQIDLPNQSTFEYGFEYG
SDDEGLTPEWHRDGLLRKIILSSTPSSSSCKDYIVMAIHHPKRKLAIARPGDASWTTVETPVNLIEDIIFFKNQFYAVNC
VGVVMVCDIGDGLDSPKASTVIEKLPKTSYWERKYLVECLGELLLVVKCVLNLNGDYEEEKEIKLPAYQTEKFDVYKLDF
TNRKWEQVNSLGEYCLFLGFNTSVSVPAVNYSESLKKNCIYFTDDFTIGYRGLDIPGGSDMGVFDMEDKSIQPHYKGEST
CYYSPPLWLIPTLPVK                                                                
>Acoe_007_00782                                                                 
MKRLLNLEEEGEDHHHQKMMMMMKKQRSILSKTEFSNLNEDMLFEILKHVDAPTLAKASCVNKKWQKTSNDERLWEIICT
RHWVNIGCPEAQVRSVVLAFGGFRLLHSLYLRPVLKATALSQNQSSTIPTKWGKDEVHLSLSLLSIRYYEMMDCNYKRRQ
K                                                                               
>Acoe_007_00842                                                                 
MSKYDWSTLPIDLLELIAERLNVNHVIRLRAVCKSWQKISPSSKLHSTQVPWLMLPFKKSIHTRRRFYSLSDSNHIYSIK
LSQYNQNSCCGSSRGWLFEVDNLMRCSILNPLTRVHIVLPSVWLANSNYLGGSPRTHHQIIDKFVLSSSPLTSKYSSDND
TCLVMIILENRRKLAFCKSVDKTWTIIEENMCTVGLYEDVTYFKGQFYAVDDKGRVVVCDLSGPWPVINEVKTQECDNAC
KYYLVESSGELLLIRRFRSWTASNHNTTVCFEVLRQDPICKKWIQVETLHNNAIFLGYNHSFDLLASKISGCKGNCIYFA
DESYHLNRNGGRDHVIGIFNLADGLFEPFSDSFWKLGFQNTDAMCLDYVN                              
>Acoe_007_00863                                                                 
MISELPDVVLHHILSFMVIEDVIRNTSLLSKRWLNLWKSLPILNFHRIHNSFPGFVDRVLYDERDDNSVLKSLRITYHLR
NFYNPDNFRNYFEDWMQYAADNVEELCFHFYLNFCEDGYELMWPQFSKIQVFKLRARNDLHMPDSLFSDTQLKSLHLEFV
ALPKSELVTLSCSVLENLIIRYCDHDNRQKLLNISAPKLTYLELTNDGRNDKCKLQISTPNLISLILRENLQLLAFTIRY
PDLGIKLTFWGWLDWTNSITVPELLGMKRSHTVPELLLDWTNSITGDRAFRGSCEVSQLCLVLAEHSCGNGSLTALSGSC
RTQLQQWEVLVSQFCVSGD                                                             
>Acoe_007_00870                                                                 
MNHSKKKLKQVIGNNEYKNIPDDVLVVNIFSRLPAKTLSRFKSVCKQWLSLIEDPSFVDSHLALTKEKGMGYIQILDIKE
GRFRYFSMNTSTGLTKELGFTVKVRYPYPLTPPCNGLLCFPEGIKRSFKLMRLCNLTTGETITIPKPQCFLKKRPGALVT
AFGLDISSANYKVVCSTENSDSQVEVYTLRSGGGGNSWKTIKCPLGITIPLCLQNPIYTNGNIHWDFESAHSVCKIIAFD
LADESFRVIIGPKDVKHIRHHLCELGGSLCMIYENDTSEGKTELSIWMLKDYDKQVWVKQYDLLLPLPCCCWFRYLALPN
NAIVFRTDDGPLWCDEKGLLLLFVVRADEVTNSFPKGMVLKS                                      
>Acoe_007_00906                                                                 
MRRSRSPNPYHRGTQPPRARIRSEDENHINFTASSSSKRLKTYHGGGNDGIDRISELPDVLLQHILSFIDMEEVIRNTSL
LSKRWCNLWISLPILNFNHYSMRQIKQYSFTKFVDRVLLRRDNSVINSLRIWYHRRHYGSMRSIEDWMSYAARKNVEQVC
LDFYSHCKKDDEILPWPKLSKIQVFDLRARELLIPHSVFLDTQLKSLKLELVRLPEGNLTLSCSVLEKLTISYCDHSDVK



LLNICAPKLNTLELKNDHDYNDTCKLRISTPNLKSLLLKGSMYMSYSFNKLSSLVKAKFECYEVPDVDIMRKILGSLNNA
TTLELCGELLEFSVRSPHQLLDIFVNLKCLKLIGWSGGSSMLHSLLMNSYSIETLVLDIDHVLESRHDWRELFQCIYRLK
SIEIKGVRGCENELNLFEFILKNAVVLEDFTIYGYESLRCNSREELAKFNMKIHSVPRASSSVKILVFF           
>Acoe_007_00930                                                                 
MSSVHNPKRCSIADGKTLSPLHKDLSRKRESKGIMESGVGESSLQREFQDLCVSKRLVRSVSQKFKKKSFKEGGGEVKIE
RGVSSGCLSFHGRGGGCKVGVDTSEEYDDGCGRRKSNVGEDGKRYQPICGSEEEARVDCFAYGAAERIWKRNCRKDKAVE
EPLPSNRMEFFLPDDILELCLVRLPMTTLMTSRLVCKKWRSLTSTSRFMQMRREHQKPWVFLFGVVKDGYCSGQIHVLDT
SLDQWHKINANMLKGRFLFSVTTVGNDVYVVGGCSSLINFGTVDKNSCRTHKGVLVFNPLTRSWRKVAPMKLARSSPILG
VFEVNPGSAIFRSQKDRNERFFTRTRVGGISDVYEDPHRLSLRRQHEDTFTENETSIEQTRHLSKFVKTDANFPNPKGGR
RFALIVVGGVGSWDEPLDSGEIYDPVSNKWIEIGRLPGDFGVVCSGAVCKGLFYVYSETDKLAAYDLERCMWFTIQTTQS
PPRIHEYYPKLISCNFRLFMLSVSWCEQNSHSSRRDTAVRKLWELDPMHQTWSEMSRHPDAPMDWNAAFVEDRGQIFGIE
MFKIFGQVLDFLTVCDTSNLRLEWNRVSRKHVAHELDASSCITKSLAVLHM                             
>Acoe_008_00017                                                                 
GAWNLGYRCSKNLIQGLLRVETKITIKSMEAARKKPSSSCGGGVVDDRLSNLPDEILHHIMSFLDMMYVVKTSILAKRWR
YLWTSLPIIRFIDDGYHDHPYTHENFSKFVTNVLLRGGNSKITKLSVVSYTDCGMNSWLSIAVKRNVEHLRLNFFDIYKE
LELPYCVFNCKSLKSLCLGLDAGSRIMEDDVYLILPDVIDLPLLSTLSIHSICGMCTSKINKFISGCPLLERLEINDCKL
DDSGAEVDIEISSVKLKHLVIQSCYVEEKDFDMWLYKLIVYAPNLISFTCTNSGFNNYHLQNLSSLEVADLDMQVIDIDA
DYDSEDGEEEETRCMMKILQGLSSVKSLTLHSTVLMEIGKGLDTLEWSTVSFDNLRSLQVTTVTSEDDLMAIEYMLENSP
YVENLFIKSNFWNEKYSVNVAEYWSDELSLQHLKCIEVVDVKGVANELELLKTLLKKATALEKMTVFRCKTFFSRNTSPA
NKEDSQWQCFTDELLKCPRASSNVEINCFLNPNNDI                                            
>Acoe_008_00073                                                                 
MPSEDEQVLEDKCSPHDTPSHGHNGYQNSPFPVVRLHDDKSLLDGKSVQDVSMPFKSSHYLGDDLLIDNGSHGSNLLLLP
NDVIINILNRLDIESALQCRRVCRPLYKMMSTPFFEIMKMHLSQPTPVLVVHHNSLCSKTYDTETNLYTYPIILHFIDEG
NHRILTISTQFSLNCVLSEYSDLGKPDLIGSYNGLLLFRKSFDDAFFIFNPITHEQVLVEGAPYNYIDCGVYFHTPTSEY
RILYMCLPLAKPYRFFILSPRSKSLREISNYTEAPCTCRSPVNLNGALHWMASVGSSVTCCFRESPSCSKSILVFKLDSE
DFLTMPHPGNECCSKERHRQCMQLLEMEGHLCLCDTSTSNAVVEVHVWVLEDYMRKIWIKKHIINIKSLMSDRGVLSEFH
GWPIVEVLQFHNDELLLSSCSRFLYYYHIKLHTLRKVYRGADKIFNLVVAHKNSLLVGPIFPFLHNNPNNTVKTI     
>Acoe_008_00087                                                                 
MNCEEMENWEWNQSSLPYDIVLNIISLIQVEDVCSLGSCSKFWFELCASDCLWISLYRERWPSLDFSKQSSMLIMNQKSD
SRSNSIKGWKRFYIERHNEMAAKVTSVIQATHQCSASQSLEVGDYQKAIADLHKMELGFKDVVTFLFSSKQNALLNLVGL
HYLVFWLGLPVDNVLEALWNSDISERQVCVKWWKLGRWTYGYRLRDESYSRKVSLADLALAKDGDVLGVLQRGALHEVLR
VQISIPDPTCIPWTCKRVYTRA                                                          
>Acoe_009_00104                                                                 
MEDDRISCLPEEIRDHIVSYLSMEEAIRTSVLSRKWRKVCSSLTNLKFKQSYFERVKRLNLQQFIEIINQTLAQHDGSDI
NKFELLFDVAYKEGDQLFVPHLNEWVSFAVNHNVRKLYIWGKDWQKFRFTSSSLTTTTTTYDSLEILTLGVITLQELPRN
IKFPNLKSLILLMLDVSNATVIQQLLSASPMLDYFSMSLRYIKDDSSNKILHITPANLSCFCLRGWKPFHQIKFCSKNIQ
KLLYQGEPPKFDSDILSTVWQAKFIVNTGLPSSPRIALRHALNYLEALLGLPSTNTTATDHHWASKILMDLRNVFKLHLG
CYFVEFLTMERGLLARLPTSCSNLKHLTLDLYPTKNQVQVITFLLKSYPNLQVLYINIKQQYGEEEEEEEEEEYTFNMDE
SWKTEELNTDGMLEQLNGVQIESFKGSESEFDLVRFLLGNAGVLQDMNIILSKENQTDAATSFYIKEKIEMLTRASPIVD
VSVSEIN                                                                         
>Acoe_009_00106                                                                 
MEFEFHRKTEDSSNSNSSSVVHYSDPALSVAKFETLEKNHTLLTPVTSLELNLKSGFGVITTNGENPKLLPATDKCGESE
TTIIDLPPALVSEIFQCLDAKELGIVSCVSTLLHSIASEHQGWKKFYFERWGAPFGPTLLGSSENSWKDMFVEREFKSKT
YMGRFSMDVLYGHTEAVRSVFLLSSAKLIVTGGYDSVVRIWNMEEGLLVASSRHLKCTIRAVTADTKLLVAGGTDGFLQC
WRATEGLSYLFDIAGSQPDQNSEFRLWEHEGPITCLALDLARIYSGSWDMSVRIWDRFSLKCVNVLRHNDWVWSLVPRDS
TIASTAGVDMYVWDIDSGELLAVIQKAHVGNTLSLARSHTGNLIFTGGDDGTISMFELLDDSTLLHVATWSPHTGAVHSL
AFEFPWLVSASSDGKLSLIDIRRLLKSSQRSVSRDLKRVNCPVSLTVEAPQRMLHGFGSNLFSVGIGSDRIVCGGEEGVV
RIWNFSQAMEIERRVQALRGMRLENRMRRRKAQIEMNSKGGRSDQCSVAAKKNQINGDRAWHGRRGASGKLKA       
>Acoe_009_00197                                                                 
MKTDADRLSKLPDKLIHTIFSFLDMKEVVQTSFLSRRWRYTWHSLQSLNFDHSLWKNTRIENKEEEFYRKYGFMDFIDRV
LLLRDKSSLHKLTLKCWDFCDVDRIYVWILYAARQHVVILHIEAIELPACLVPSDMPPIELPACLFPSDMPTPETIQRAL
VFAGIAAVPVSELDSSENKDVIMKVGRKDRLSKLPGRILCHIFSFLDMKQVVQTSILSRRWRYTWHSVRILNFNHSLWKK
LTPTMIKKAGLVPYLLYHKLGFMDFVDRVLLILSHFDLDR                                        
>Acoe_009_00399                                                                 
MLFFLISCFSFILLSNSFSLPWANDIRLLSLWFWKELPCSLELWLKKNKQISSLSNISARMSFKKRSLSSKVENVEEMDE
MSILDLPDLALENILGMLPPSSLCNMAGVCSSLRDMCRSDHLWERHMKEKWGKVIDKAAYREWQWHLATKKDNTFNQSTH
KGFVRTLSSVWPISWMRSKFENRSKPTSPLPVDSIKSWYLSFESGKFWFPAQVYNREHGHVGFMLSCYDAELSYDRRADT
FHARYPPHGRRTIVIEEGVGWDRLRAPPVDTPPHDLHISDCLNDLHPGDHIEIQWRRNKEFPYGWWYGVVGHLESCDGNE
NYCRCHSSDTVMLDFNQYTPGSRWRQTIINRKDHREEGNETDGFYGGIRKIYSMEEIAMWKRLWPKEVLE          
>Acoe_009_00407                                                                 
MDVSQTENTKNHQITMLSLPQSIQDKLSGLKLGKELIKTSQPHEAMFLVLTCLNLFELLTLSRVCRLLKDAIDDDILLWL
DIVVESPLNMRINDDKLLKFTSKAQGRLRSLILMNCVRITDDGLHKIIENNPHLEKLYIPSCTQLTPDGVVRVVKSLTDQ



SNKLKFLRLENVHNLTEEHLQIFHSCLKINPEEQKPKVYLSYGLFPALSDTNAIDVEVCPKCKDVKLVFECPRETCRSKN
KRPLQACKGCLLCIPRCEGCGGCVDVDETGETACLDVVCLDCWLQLPKCNLCNKPYCHRHADNIQWSPPYSSGFVCDTCS
AEMEQWLASPC                                                                     
>Acoe_009_00449                                                                 
MESVDASSNGPSVVRVQAPVVDSVSCYCRVDAGLKTVAGARKFVPGAKLCIQPDIDPHAHKSKNSRRERTRVQPPLLPGL
PDDLAIACLIRVPRVEHRKLRLVCKRWYRLLAGNFFYSLRKRLGIAEEWVYVIKRDRDGKISWHAFDPTYQLWQPLPPVP
GEHSGALGFGCAVLSGCRLYLFGGKDPLRGSMRRVIYYSARTNKWHRAPDMLRKRHFFGACVMNNYLYVAGGECEGIQRT
LRSAEVFDPNKNKWSFVADMSTAMVPFIGVVYDGKWFLKGLGAQRQVMSEAYVPETNDWTPINDGMVSGWRNPSISLNGN
LYALDCRDGCKLRVYDEATDSWKKFMDSKLHLGSSQALEAAALVPLNGKLCIIRNNMSISLVDISCPEKHVESNPHLWET
IAKKSHFKTMVTNLWSSIAGRSGLRSHIVHCQVLQA                                            
>Acoe_009_00459                                                                 
MVQYCKFTCVDHQLHINLSNSFLYKYNSSDFNTIYPQQHKIFSKKEIEMELIPFLPEEIGLECLTRLPYTTHRVASRVCH
RWRDLLESREFYNQRKQSGFTRKLACLVQSLPVQPDPKIHKPITPSSFGITVFDPNNQSWVRLSPIPKYPSGLPLFSQLC
SVDGKLIVMGGWNPVSWDPVKDVFIYDFTTQQWRQGKDMPSKRSFFAAAALDGRVFIAGGHDENKNALKSAWTYDVRRDE
WSELTQMSEERDECEGVVIGNEFCVVSGYGTEEQGKFRKCAEFYDMEKNEWRKADGVWIEGKCPRGCVGVNSDDGKLICL
AELDSEVRVGTCGVKLGDLSLVTGSAYQGITQGFYTLNMNDRQNSKLKKIEMENDFSGFVQSGCCVEV            
>Acoe_009_00526                                                                 
MDVNWLKLPDDIIADIFKRLVDIDDYVRFGAVCKSWQSVKQANKRNRFSPWLLLPEGEINTQDHNHNDINNYHIRKFFSL
SSRKTLYLNLLETRGRRCFGSPFGWLFTIGLDLNIHLINPLTRIQITFPSQPTFQYQYECHVDPKDMRTIFVPKFALSSI
NPNADQGNCVVMVIYSQFRKLAFARPGDESWTAIETPPEETHKDVVCFKDQFYAVTGRGKLKICEIDTSQPRTLDFMPPP
EDMCGDLHLVVRIFDQDESAPEGVFRYTTIMFEVYKLDFDSMKWIELFDLGDYALFVGTNASFAVLTSDNPEIKRNSIYF
TDDQDDCYDNGDGGGHDMGIFYFPNETFESFYLVSNFAIESCCINYDGCQARSSVDFHYVLLRW                
>Acoe_009_00585                                                                 
MKININKKRRRISAKGKLKLQHTSINKKKKRRISAKDEEETTILTRQQHLSNVLPHDIMLDILSRLPVEPLLRFRSVSRS
WNYLIRKDHYFINMHLSRSQIQPTVKETLMFFDTKGKSGLYSLDYNQKSIRLVPPIHRDLRSRYICTKDDYIWGICNGLI
CTGNISNMSLCISNPSTAEYRKVPYFKGSTTELKKVPCTEEIFEFSCHGFGYNPNADDYVVLKLTTYQAEEHQFLSGVTV
YSLRNNSWRRIQNIPYEVFYLLPGQFVNGSLHWLAYSKMISIGDEEDKFEVAKYAILAFEITTENFLEVPMPESAESVEA
QFGCFMYVSQYQGKFCLFQDNNITTSLFDLTTSFDLWVMNEYRVKESWVKLFNIQNPDNTRGPFTDFLLCLTKEGSILMQ
SYSSGGLILYDLKDTSGSDILDVKIAKKLGTVHSYVPSISRCQFD                                   
>Acoe_009_00662                                                                 
MVGQARGTLQRNVRQHKAALLKATNEILEDRVDRLNCLPDSLLLHILSFLEMPDVINTTLLSTRWRYLWTSISSLNFSGS
ALEDDVTFIDRSLYHYEGSKVDKLLIHFIYINNTNDLQVDSWIRFARRHNVEEFVLDFFHGMYPDDWSDKHYKLPRSLFN
FKSLTSLTLSFCILNLPDSIDLSSLKTLSLQFIDISSDMITHLTSSCPLLEDLYFEGCNRHDHLNITITSQNLKSLRIYD
FNGDISGSISICAPNLLSLKCNSSLPREKYIVHSLPSLVTAEFYDCGNYDSKEFEVGGGYVWARLLGDLHHVKKLVLCRY
FIQVLSIWEVQMLDSFPTNAKHIELQTFLSKRELPGIFYILKNSSKLESLTIRRLRLGNNIQCCRQIADKFDFKEAEFWE
SKGSDSPSLLQNLKTVKVGIVSMEFVKFLLRSSKALERMVIDVGKNKASGNNYKRLFELAEKLLALPRASPNAEICII  
>Acoe_009_00961                                                                 
MRRSIRLLVKKITWNVSFPEEILIEIFSRLPVKLLLQCKCLSKNWYKLISSPHFVRLHHHHLNANQYNERILFASSSNHQ
SVILHSLDHKTDNDTTAEYKSLCLPTNKIIVAGSCNGLVWFGCDPLTNTYKAVRIDVYSSTVNLGYCEAYVYTLGTKEWR
RLTRVSRLLNINTVPHVNGALHWFKLTDYSKWTDTPRWINSVSIVSFNVGREEFLEVPWISLPKVYHNTLGLLQGCLASY
AFDYYGDGSTDIWLMKDYGVKESWTKILSIPTQVERKIIEPIIIGEKGEILFARKFWLSRNKGHLYAYDPMSNSANEYAK
DIIAWFDVYTYVESLVQIPSYSGEDETKKQGNTGVRRKRKAKAH                                    
>Acoe_009_00977                                                                 
MNSLPSEIVTEILIMLPLRSILRFRLVSKTWQNTIDSFRFATMQLSRATQADTKSNPMECPLYSNPYVNGLLCFCSDAWS
NGSYKDFCFGYIYNPATQDCLNKVHTVTPGFGFHESSKDYKVVQLFYWFAQDGTTKSDGRVFTLGSKLWRRLENVPKVHC
CRVASSASINGYLHCFGFIAYPQFTILPQNEKGYYYPREFKVMNLGGCLSICDGSYDDHIELWIMKEYNVHESWTKYIVS
RAYAVDGMPFTKVLPISIWKNGEILLLYDSRMLV                                              
>Acoe_009_01026                                                                 
MPIQEKPPSWPNLWFKDKTTLKHVVFKMQLDNTNNNNNVSLSPNSKSKQQDFTKTCSTTDLFSLLSDEILLQILSKLPES
LRNPNSLVCKRWLFLLGRLVRSVKLLDWNFLQSGRLISRFPNLTDVHLASACINDSEKSSGILLTHRLISIHLDSDFSSG
RFVCEQNLLPSVSIDRGLRILAQGCPNLRNLVLISATAEGLSSVAEECPTLQELELHDCTDLSLRGISACRNLQILKLLG
AVDGFYSSVISDIGLTILAHGCKCLVKLELSGCEGSYDGISAIGQCCQMLEELTFYDQQTNIHSQPKKN           
>Acoe_010_00114                                                                 
MKNTINLANRKNRINRINRINLVNLNLQRKKSWGGLIGGGLRRWDEMPPELLLQIFCRVPIRFLFIFIVHVCKSWRSSVF
DFIFPSNGILDLKRMDTLSNGRSQRYLDFVQILLDERPKTLWHTITLPRYFILKEHAVIYIAQRSPCVRILDVETVGQFS
SVQKALPYWRHLEKFTCQISRREISSFASELGYYCMNISYLGLVGVIGVKQASAIVKTLPNLTCLSLEKCALSVDALLIL
DGHEKIAEVNLEHTLIVDEQFLECFGASVFNKTWPTIYLRTTAKKWTEEICKKVSGAKKYFRCREKLCPECSWAYSL   
>Acoe_010_00142                                                                 
MLFPLSPLSIFLRHTKQTSSPNLSQTQTNMSELSQLVPKDRRPEALGDFRVLPDELICALLEDLSPRDLAHLSSVSSVMY
ILCNEEPLWMTQCLKSVKGPIEYRSSWKKTTLYQLHVPDKLVECCGKSLHFDGFNSLFLYKRFYRCFTTLNAFSADGDNV
EKKKDLSLNEFRNEYDGRKPVLITELAETWPARSTWTSEQLLHNFGDTKFKISQRSSGKITMKFKDYVSYMNMQHDEDPL
YIFDDKFGEAAPSLLKDYSVPHLFQEDFFDVLDRDERPPFRWLIIGPERSGASWHVDPALTSAWNTLLCGRKRWALYPPG



RVPLGVTVHVSEEDGDVNIDTPSSLQWWLDIYPMLADQDKPIECTQLPGETIYVPSGWWHCVLNLETTIAVTQNFVNSKN
FEFVCLDMAPGHRHKGVCRAGLLAIDAECSEDTKLNATSANDKLNYPDMHRREKRLRVSKYGENPFVDDSDENATNGLIT
SNKNLQIDEFSYDIDFLATFLEAERDHYISIWSPSNCIGQREMRQWLHKLWVEKPGIRDLIWKGACLALNADKWSECMEV
ICTYHNLPTPLDDDELPVGTGSNPVYLTEGHVIKIYVEEGLESSIHGLGTELEFYSLLHKVSSPLKDHIPDVLASGILFQ
ENGSYGIVKWDGIGIPDIIGKCSLIKEKCPTDGFPFGVWSKKQFELHKAGMPINERFSSARSTTIWPYLITKRCRGDIFA
HLRDTLSWNDGLNLASFLGDQLRNLHVLPVPPCNYFTCEKQKLDNEPSADVFVEGVDKKISVPGEWRLFIETLTRRKKDV
CSRLAKWGDPIPSNLIEKVEEYVPDDLSLLLNMFKDEKGIYKVCKSSSWIHSDIMDDNIYMEKCSLSSCPGEHAMDVGPG
VNGTVNGVNGSGEQLNWRPSYILDFSDLSIGDPIYDLIPIHVDVFRGDVDLLKRFLETYKLPFLRKSSQYGSFGAVDRFE
RLSYHAMCYCILHEDNVLGAIFGMYKELRTAKSWENVEEIVWGGLNNYEGFVDQAVHSAMLFPLSPLSIFLRHTKQTSSP
NLSQTQTNMSELSQLVPKDRRPEALGDFRVLPDELICALLEDLSPRDLAHLSSVSSVMYILCNEEPLWMTQCLKSVKGPI
EYRSSWKKTTLYQLHVPDKLVECCGKSLHFDGFNSLFLYKRFYRCFTTLNAFSADGDNVEKKKDLSLNEFRNEYDGRKPV
LITELAETWPARSTWTSEQLLHNFGDTKFKISQRSSGKITMKFKDYVSYMNMQHDEDPLYIFDDKFGEAAPSLLKDYSVP
HLFQEDFFDVLDRDERPPFRWLIIGPERSGASWHVDPALTSAWNTLLCGRKRWALYPPGRVPLGVTVHVSEEDGDVNIDT
PSSLQWWLDIYPMLADQDKPIECTQLPGETIYVPSGWWHCVLNLETTIAVTQNFVNSKNFEFVCLDMAPGHRHKGVCRAG
LLAIDAECSEDTKLNATSANDKLNYPDMHRREKRLRVSKYGENPFVDDSDENATNGLITSNKNLQIDEFSYDIDFLATFL
EAERDHYISIWSPSNCIGQREMRQWLHKLWVEKPGIRDLIWKGACLALNADKWSECMEVICTYHNLPTPLDDDELPVGTG
SNPVYLTEGHVIKIYVEEGLESSIHGLGTELEFYSLLHKVSSPLKDHIPDVLASGILFQENGSYGIVKWDGIGIPDIIGK
CSLIKEKCPTDGFPFGVWSKKQFELHKAGMPINERFSSARSTTIWPYLITKRCRGDIFAHLRDTLSWNDGLNLASFLGDQ
LRNLHVLPVPPCNYFTCEKQKLDNEPSADVFVEGVDKKISVPGEWRLFIETLTRRKKDVCSRLAKWGDPIPSNLIEKVEE
YVPDDLSLLLNMFKVLSHVSINSLNNCMYICTLITSNLWIIMWLMLFPLSPLSIFLRHTKQTSSPNLSQTQTNMSELSQL
VPKDRRPEALGDFRVLPDELICALLEDLSPRDLAHLSSVSSVMYILCNEEPLWMTQCLKSVKGPIEYRSSWKKTTLYQLH
VPDKLVECCGKSLHFDGFNSLFLYKRFYRCFTTLNAFSADGDNVEKKKDLSLNEFRNEYDGRKPVLITELAETWPARSTW
TSEQLLHNFGDTKFKISQRSSGKITMKFKDYVSYMNMQHDEDPLYIFDDKFGEAAPSLLKDYSVPHLFQEDFFDVLDRDE
RPPFRWLIIGPERSGASWHVDPALTSAWNTLLCGRKRWALYPPGRVPLGVTVHVSEEDGDVNIDTPSSLQWWLDIYPMLA
DQDKPIECTQLPGETIYVPSGWWHCVLNLETTIAVTQNFVNSKNFEFVCLDMAPGHRHKGVCRAGLLAIDAECSEDTKLN
ATSANDKLNYPDMHRREKRLRVSKYGENPFVDDSDENATNGLITSNKNLQIDEFSYDIDFLATFLEAERDHYISIWSPSN
CIGQREMRQWLHKLWVEKPGIRDLIWKGACLALNADKWSECMEVICTYHNLPTPLDDDELPVGTGSNPVYLTEGHVIKIY
VEEGLESSIHGLGTEVLFLKIF                                                          
>Acoe_010_00210                                                                 
MAPRGLLASKKKKIAMSSSNKLQAVGPDRISALPDSLIHNIFAFLDMNQVVQTSVLSKRWKSLWVSNPCVTIKYEDWTEN
RDYCGSDDFYSDDFKKYVDRVLLLRDGSNIDKFYLECGGQNDLIRQYGDWENETETDIFNTWIASVMKRNVQEVKLQDME
MAPSTLKSLAGQIKSLTLESIHFRGEEKELLLSNHAMENLIIKDCDFGYGSRLTINAPNLKNLTLDNDGEDSSNVDSGIR
ICAQNLMVLLIKGKMYKDCLFENLSSVETASIEVNVATKLLSNILKGLHNAKSLTLSADSFQGFPEVPNLLDSLVAFQNL
GYFKLTKWDTTKYICAIAKLLEKFPNLETLVLVGTEYVYSDSEGRGGDWGAQLSSCMFLHLKSVEIQNLHECANFFKFFE
FLLKNAVNLENIVMTETRTTEKKKLDKVGKKLQVAPKASSKLKLFLKERNGTVNEI                        
>Acoe_010_00211                                                                 
MSHRVTKSKVSMSSNNKKKKTVHCDRISALPDSLIHLIFSYLDVTQVVQTCVLSKRWKFLWISNPYLNIQFHEWLGYEVG
DYGWINEDFSGDEFKKFVDRVLLLRDGSNIHKFCLECQSYDDRDYDGADEIGFCDWGLDQMDMWITSVIRRNVQEVKLQS
LGIAQSTFKSLLAQVKSLTLDAVRFEKANNDESNEILVSSHVLEILKLEDCDYSGYDKLIISTPNLKKLVVIDDAIDYDG
GTEYCVIKICAQKLKVLQIKGYKYEDYMLESLESLENAVVDIEDGSGEDLARCLANILKGLYNAKFITLSAVPFQLFPEV
PSALNSIALSFRNVRYLKLTKWHAKDYMSVIVKLLEKFTNLETLVMVKSEEPIGLKERVEDWGAHLLSPHLKYIEIREAQ
SCENAFKFLKYLLKNAAGLEKIVMAATSTRASETEKLLEFCKRLQVLPKASSRVKISLIHDFLSP               
>Acoe_010_00342                                                                 
MEGGTRRKISQEIDSDSNDSVSLPQDILIDILSRLSVKLLLQCKCVSKYWLKLITSHDFIKLQVDHANKNNPRFIFTATN
SRHPSTMTLFTLDYEAVQHNAFVSIIDYNCMLSGSFKIVGSCNGLVCLSDYQTCIALCNPATREIVLEPFSIFGKLPDQF
VLGFGYDFVKDVYKVVRFDICWRRSDEKDDCQLFVYTVGTKSWRKIPTPGRFHFSHNVPYMNGALHWFKLSTKCNPHLQP
NFRSIISFDVGSEKSQKIPTVSFSYKDVFGFCLGVLQGCLSLCIVPNDKKQIDIWLMKEYGVKESWTKLFSFNYSPMYAR
SAPLVVRKNGEVLIAPDRRSGAINTDRASSLHMYSYDPTSKTLYLCLYTIRMWNSVSTYAESLVSIASFSGR        
>Acoe_010_00378                                                                 
MRREEEQEKKAVSAAGLDKISNLPNELIEKILTLIPIRDIVKTCILSKTWKNTWMYVPRLRFDSNTCSPVSSSIEEGGPT
QTSLVNFVNNVITRHKCIICSFYLEDYLDSGCSEIDQWMLFLSSIKMLQHLVLQFDKAKPYQVPDSVFSCQALNGLILRG
CILQLPSQFNGFSRLYTLKLYHVNLTREAIETLISKSPFLRHLKVWKCSFSSQLSIHAPKLKTCCVRGPCKLVDFRYTPK
LDDVTVGRWSVGIHYPCKLNKVLRGIVKVKKLKIEYPYMEVKISFLILGMTFRRLKYVEFHVNYDDSKQMLAVLCLCMSS
PNLEELHIKIMHGKDSLDHEEHLWEAQLKKKQKIFGHLKMMKLARFNGARHEFELLQFVLVNAVDLETLTIEYWKESPHN
EHEKLSMEEKVRQFERASPTAMILFSTVT                                                   
>Acoe_010_00379                                                                 
MGSDLQHNKRVVTLEGLDRIRSLPNEVIDKILKNVPIKTVVQTCILSKSWKNKWKFVPCLLFDKTCSISSSIQGGPTQDS
LVNFVNNVLMHHQGTIIGFFSRQLLRYWML                                                  
>Acoe_010_00380                                                                 
MASDNLDRLSNSPKEVIDAILARMPVRDAVKTSFLSKGWRYRWMSMPVLVIKRERGSGYPIAFVNKLLLLHEGIVSKFEL
DDFLKTSSDVNHWILVLSRKTVNDLKLNFQPNDNYQVPSCLFCCQSLRKLELGGCLLKLPSDYRGFCGLTQLILSYVTLT
NETFHSLLLKIPLLQTLLINYCKSLTHFNIHALNLKEFTVEGDCESFNFQNAPNVKVAKIKVSLPGFPVRFKLDDDLQGL



DRVESLTLFNPFVEFLPTDIAQERLDITYSHLTDVCLHVNFEDVKQILAVLCLCRSAPRLETFKINAIWDRKSALSYEEN
FWEVGLHKEDAVFDHLKTVSLSHFKGVKNDMGFVQFILLKAGGLKTFCINWEVNAAMDVKKHVLEKMMEFQRASTICKVV
FKNKAMASDNLDRLSNSPKEVIDAILARMPVRDAVKTSFLSKGWRYRWMSMPVLVIKRERGSGYPIAFVNKLLLLHEGIV
SKFELDDFLKTSSDVNHWILVLSRKTVNDLKLNFQPNDNYQVPSCLFCCQSLRKLELGGCLLKLPSDYRGFCGLTQLILS
YVTLTNETFHSLLLKIPLLQTLLINYCKSLTHFNIHALNLKEFTVEGDCESFNFQNAPNVKVAKIKVSLPGFPVRFKLDD
DLQGLDRVESLTLFNPFVEFLPTDIAQERLDITYSHLTDVCLHVNFEDVKQILAVLCLCRSAPRLETFKINVKMASDNLD
RLSNSPKEVIDAILARMPVRDAVKTSFLSKGWRYRWMSMPVLVIKRERGSGYPIAFVNKLLLLHEGIVSKFELDDFLKTS
SDVNHWILVLSRKTVNDLKLNFQPNDNYQVPSCLFCCQSLRKLELGGCLLKLPSDYRGFCGLTQLILSYVTLTNETFHSL
LLKIPLLQTLLINYCKSLTHFNIHALNLKEFTVEGDCESFNFQNAPNVKVAKIKVSLPGFPVRFKLDDDLQGLDRVESLT
LFNPFVEVSKLFTVPYLMF                                                             
>Acoe_010_00382                                                                 
MASDKFSNLPDEVMDKILMFLPIREAVKTCVLSTNWRYKWTSIPNLVFDTRSIPSHIKEREQLKTNLVTFVDKTLLLHND
IISNFILNNFLESGCADVDQWILSLSRKMLNHLALLFKSTTNTYQIPSCLFSCQTLKNLELEGCKIILPSQYQGFSNLTD
LRLEDVILTNQTFESLLVKIPHLYRLSIIHCKSLTDLIIDAPNLDWVVLVGDLIQSTTFRNAPKVTRTLIYLPMLPIGSK
FDEAFGGLNSTLQCIGIILDPFLELLPNVIVSKRLKTTYNNLTSLSCWINFEVPGNILGLLCLCRSSPHLERITIAACWH
KSESLDKEDSWEVQLCKEDGIFHCLKTVGLERFMGVKYDMGFIEFILLNAIVLETFYIKWEEKSVMDENVDAVKKISQFQ
KASSNAKVIFFDEV                                                                  
>Acoe_010_00383                                                                 
MASGEISNLPDEVINEILMFLPIREAVKTCVLSTSWRYKWTSLPNLVFDTCSIPSHIEGEQLKTSLFLRLWLLRLSRKML
SHLSLLFKMSTNNTYQIPSCLFSCQTLRNLELKDCKLILPSQYQGFSNLTNLKLLDVTLTNQTFESLLVKIPLLYRLSII
NCKSLTNLIINAPNLVWVDICGHLIQSITFQNAQKAFWPKSESLDKEDSREVQLHKEDGIFHSLRIVNLKGFIGVKYDMG
FTEFILLNAMVLKTFYIKWEEKAVRDKNMDAVENISQFQKASSNAKVIFINKV                           
>Acoe_010_00384                                                                 
MASSVTPNQKKIAHGSLDRLSNLPKEVIDEILVRIPISDVAKTSMLSRSWRYKWMSMSKLVFNSDSFQSSNKRARTEADR
INYVTNILLLHNGMVSKFEVKDFLESGCVDVDRWILVLSRKMVKELVLGFDKQLGCFFLRQYRVPACLFDCEDLNKLVLE
GCELRLPSHYEGFRYLTHLDLHYVDVTKETIEGLVEKSPLLLYLKIWSSRYISIDGLNICAPNLIDCSIIGVFEGIGFHN
VPKLEHVFLNILDVIDCTTCKLDEVLFGLGRIHSLNIFYPFMDIDILDREVKTAPTKLGITYCDLKVANLVINFNDSEQI
YAVLCLCRSAPNLEELIIQVCKTVRVDQLLIDEDKVPFWEGQVRKEEDIFHHLKAVSLSEFEGECNELGFAEFILLNAAV
LETLNIMASSVTPNQKKIAHGSLDRLSNLPKEVIDEILVRIPISDVAKTSMLSRSWRYKWMSMSKLVFNSDSFQSSNKRA
RTEADRINYVTNILLLHNGMVSKFEVKDFLESGCVDVDRWILVLSRKMVKELVLGFDKQLGCFFLRQYRVPACLFDCEDL
NKLVLEGCELRLPSHYEGFRYLTHLDLHYVDVTKETIEGLVEKSPLLLYLKIWSSRYISIDGLNICAPNLIDCSIIGVFE
GIGFHNVPKLEHVFLNILDVIDCTTCKLDEVLFGLGRIHSLNIFYPFMDIDILDREVKTAPTKLGITYCDLKVANLVINF
NDSEQIYAVLCLCRSAPNLEELIIQVHFFFCLYVL                                             
>Acoe_010_00385                                                                 
MELRSSSQRKKRMYADRTKDFISELPQDIVECILLRLPIKETVRTSILSQKWRYKWTTLREIVFTEQSMVLANGKPTTNN
FANIYHVLINHTGPIKKFGARFSLFKRINQFNLDLWVSLLKEKGIQEIILEFMKGKFCVAPSRLFSCERLTYLKLYGCMV
KLPCPFSGLRSLNRLDLDCFDVTNAEFNRLLSGCSVLETLTLIDFDIDYLTFDIPSLRFLYVDGKFKSISFGSATHISWL
RIRLLGNANGHLNQDNCCNLITILGCQTSIEKLVLQNHIMKFLSVGNIPTKFPTMFDCLKEISLTVNFKDLDEVSVVLCL
LRSSPIFEHLKITVWLKRLGRQRNADDFWTAQNQIDSMDQLRFVCIDEFFGGESELQFIKYVLGKSPALEKMIIYPRKKV
CSKGPKMFEQLRQYHRASVKAELVICS                                                     
>Acoe_010_00389                                                                 
MANSGSEKRRRRPKKNILVHLGPDFISDLPDNIIEDILQRLSIRESARTSVLARKWRYKWWARTQVIFDENCMKPSTRKI
LTQNFANTISCILGQHQGPIHNFKLSVVYCNIADAKQYIHEWLDILSKKGVRNLALVNYIGRSIGVGDSLYACEHLEVLK
LRHWSLKVPDSFISFKYLKDLYLQKIKLKSDEFKSLTSRCPLLEKLTVIGIGTHCLEVHCSKLQYLNVQGVFDELRIDNN
EHLKFLLIDQSESISLFGNLWPRVKENFTLNTVFASLQSIKSLEVWSHTLQYFAIGGQIPMSLPTILNCVKDISMSINIK
DLDQISAAFCLIRSSPNLIRLRIGEWLGPVEYNAVDDVAKFWEDHNKHICCLDHLSTVEMEQSTCAGFGVEFINYIQQNS
PSLERITVEVQDRIPDAEVMLFKHNLQNNGGSTLAEVEVTKTTKCVFFN                               
>Acoe_010_00392                                                                 
MASEGHMGQMRLSPLSLDRLSNLPGELINYILKLVPIRDAVRTSILSWDWRYKWMTVPDLKFDDCSYPHSSSSGRYRKLV
DFITHVMFLHNGILDKFQMHISMKCSYKHVDRWILLLARKLVKEFDLGFSGGNRYNVPSSLFSCQSLRILKLHHCILKSS
SRIKGFNSLVDLDLHGVTFTNETIASLISDSTSLQNLTLIECDGFNRLYICAPNLRIFDINSPCGDIYFNNCPKLIDAYI
GLLPVAAGSLPPNLLGTSTKRFELVLSGLRRVENLFISEHFMEVIVFSF                               
>Acoe_010_00609                                                                 
LPTEILSYICEKLVDISDYARFRAVCNLWRAIVWQIRAKIPPQLPVLMFPNSYYNSLSCMHSHSFNSLSVDRKKCYGSSQ
GWLITDDYWNRIQLFNPFQSDNNVIKLPSIESQNSNIEIQKAVLSHNPSCTSNYVVMLIYRIYNRAYLAFLKPGDRYWTR
VIDREFKDWVDILYYEDRFYAICFSREDLERQVVSFEISSTEPKCQKVAPLPILNFPGYMHTGDGIPAFVFRKTSFMESS
GDLLFVVHWFGEKISTNYLSWTVGFQIFKLQQTNEWKWIELQNLGDHALFLEKGGSTSLLVSDFHHCNTNHIYFTHWGLL
DRFDVGVFNVADKSTQILFSESITNKDMIQPLWIHPTLNMMRN                                     
>Acoe_010_00610                                                                 
MVTSLSDLPTEILSIICEKLVDINDYGRFGDVCKSWRDIVWRIRAKIPRQLPVLMFPNSSNNSSSCMHTHSFYSLSLGKK
LIINEGSQFRRCFGSSYGWLITEDYSRMIHLLNPFQSNNNVIKLPCLVPQGKKNYISKAILSHNPSWTSDYVVMLLYRVY
YGKDGDTDSFLAILKPGDTYWTRVSVDHKFKPLIDIIYYKDQFYAISCSGIVVFCDINSTKPSVKRVASSPNRNIGREVN



IAGESCQAFIQAFLVESSGDLLCVARTLKLRPNQHSSSIGGFQIYKLQTKGWRWIELNTLGGHALFLSNFSTSLLASDFP
HCKANHIYSTFRGLKFEMGVFNLADKSIQILFTESIHYRDKEPSHPLWVQPTLNMMRN                      
>Acoe_011_00040                                                                 
MKTVVNKWCLRYYRRNTTIQFDHIPKEIIYDILSRLPVETLSQCRFVSKDWYNFINDLFFVNLHHSRLSLLLSNNLSSSA
GDGLFVVCHTTKEDKQELYLLVEDNKDNENAFPFPTISSSSLLNKMKPLNIKLDDFSSKFTKSRETGLIYTGIEIYTVGS
GGIWRRIDKQDIISPCILKRLPTSQVFLHGFLHWELEDLTKPQFKICIVGDEKITSLEIPSVDVGIKFRTLISLRQCLCL
ADDFKDHMVIWVMKSYGVVTLWIREHVIAKDTLGLLQTSGFINVKTMNKRSVLLNSDEYQGIYDFEKHEFKHIFIESPPN
RLDIVEHTGNLISPASITGKGEEYQVQSTPPRRLLDSLLRRRRRNY                                  
>Acoe_011_00075                                                                 
MELKKMKKGEKNVISKLPIDIFFDILLRLPIKTISQWRRLSKTWYDLVLNPRFATIHYAKAPQNHTIYAVIHDWNNTFYL
IDHECFDNRNVSAVSLQCQTSRICRKFYCYEVVGCVNGLVCFVS                                    
>Acoe_011_00146                                                                 
MEEEDLAMLRQIIGQAQELCELFGSPINTNTNTNNNHFISNSSNTFYFNPHHQQQQQQSWCFLDVDDSSVDDGYYSLILK
GRKAGSLKMVEPYKSPPAKKSRKERNRVKHLENSNRAEVMEQQIWKELPEDLFEAVIARLPTATLFRFRSVCQKLNSLLV
SHSFSQHCAEIPQRSPWFYTITHEHVSSGTMYDPSSKKWYHPSIASLPTKAIILPVASAGGLVCFLDIGHRNFYVCNPLT
KSFRALPTRSVRVWSRVAVGMTLNGNSTTEGYKVLWLGCDGEYEVFDSLKDTWSRLGNMPSNIKVPLSLNFRSQAVSIDS
TLYFMRSEPDGIVSYDMVNGVWKQFAIPAPPHLTDHSLAECGGQIILVGLLTKNAATCVCIWELQKMTLLWKEVDRMPNI
WCLEFYGKHVRMTCLGNKGLLMLSLRSKQMNRLVTYDVSSREWRKVPSCILPSGKKRQWIACGTAFHPSPTAIA      
>Acoe_011_00223                                                                 
MESRSSKRGRKIRKSRTSKEIRNWLDLPHDVIIQIFLKLGVIEILFNAQRVCSLWRKLAKEPQLYRCIDMRNPWQYFDPC
NFDPFRRMARKAMIRSCGQLEEISMEYFGTDEHIYRAIGKSKPRSLRAIRLVSCYQVSDEALIDIAKENPLLEELELIFC
SFMTETIATVGQYCPQLKSFRINCTACIYSDPAEAYNEEALAIAASMPQLRRLHLFGNHMNNTGLQAILVGCPHLEYLDL
RQCFTIDLKGDLLKKCSDRITDLRLPNDSTHGYGYDTSIYRS                                      
>Acoe_011_00303                                                                 
MRISATGHAGCWVDDFDTDRLNIMWNRTLTFQTEPGDMEIYEKSKPLCESDSKSGVSRNSGQRQDGCAIICNADNFLSFN
KEDGHLSSQIIKESGKGIGIFRAVDEGVPNDALLFALGYLGVRDLLSAEKVCRSFRSAIQSDVLLWKNIYINQPLNARIT
DDALLSLTNRAQGNLLCLSLVGCSRITDNGLKHVLDSNPRLTKLNVAGCIGLSVDGLVNNLKDFKSSGTSGINHLRIGGR
YGVTSKHYEELKSLIGADKCMQPKAYKPRFYHYGHSSPSCDDDRALDIEICPRCENLRLVYDCSAEGCQKKKPGTEICRA
CIICIPRCVQCGRCVNDSEYEETFCLDVLCSDCWKQLLSCQEKQEEKGAYSEHTIFHHETTYRIQLWG            
>Acoe_011_00535                                                                 
MDNLLCDELIQEIFNHLPSSSSSSTSLVCKRWLHLYRTSKTTISLRITPNDNSLIPCLTSFLSLYPSLSSLSLISDCDKE
PCFNISSNILICISSTCSNLRSLRFSSIPVSFSSLLFLSSSCKHLTSLTISSSLPTSFRWLSSLPFLKELCFTKFRNRDE
TEEFEFEFDENEEMGLEFNENYDVGMSSLSSKSSELPLESLYLSKIESGDRGLGWLWRNCSKLKRLGLRSCEGIGDGNSF
NSFINCLKSLKELELRTCRTIVDGILFQLAEHCRSLSSLLLYDGGSREGLYRFFNQSESPLQKLDLRLPLDLGNNHLLAV
AENFRGLISLRLQSCCLVPGEGLKTIGSPMSIELEELALINCDVVEREPGLLTTLGQNLKGLKKLDLSYNEMLVDKEFVS
MLISCQNLVDIKLTGCKKLTHFAVVSMSKSCKFLENVDIMRTTIEAEAVELFILSSMKLRRVQVEERKLTDVAKKWASQK
FIEIVT                                                                          
>Acoe_011_00536                                                                 
MKQGTWPAASDGSQFSSFNLGRTTTTTTTTTTTTTTITTTETKTQNPCSNFLHKPRRTRLNPTSSSSSISISNFSLLPFD
ILTKIAASFNHPDLKSASLVCKSWCFALKPLREAIFFLMWGKNFKHGRGGVNPNLDKALDSFLKGVYRGSTLAMVDAGLV
YWELGKIDQGISLYMKAAELGDPAGQCNLGISYLRVEPPNLKEAVKWLYKASTAGHARAQYQLALCLHQGRGVQRNLSEA
AEWYLRAAEGGYVRAMYNASLCYSYGEGLTLSHSHARKWMKRAADRGHGKAQYEHGLSLFSKGDMVNAVLYLELATRTGE
TAATTVRNFVYQQLSATSRDRAMRLADNWQPLPSR                                             
>Acoe_011_00561                                                                 
MSQLPLDLLYQIMNRLTISDLTKFRCVCTSWRSAYASAPAPDHKDLLPWLIVPLEKGIGNVWKSYLGFFSILDGKVYMLD
IPEMEDRRICGSSNGWLVTVHENSDVQLLHPCSREIIDLPPLLDFWAVLGIDFSLESNLEYIIDNLSVDHREPEGHKESS
DVVRDTFITKAIVSYHFIRDKVSLVVMVIARPYFTLFCYRPDMDKKWVEVSSVGKDICDVTYYNGKFYAVNFSGNVVVVE
NLDSPDPYAETVIYDEDHCNRPSYLTESSGDLLRVIRIVEPLHPTKTFRLVKPLQPTKTLRFVVMKLDFEQKKWLEVKSL
GDHSIFLGFSNSASISTSEFPGCKGHCIYYTHDYKGLVINPCDQGIYDLESGKIDKLYADDSQENLPLSGMHQS      
>Acoe_012_00071                                                                 
MTINSLDPLSSLPVELIYKIFRYVPIRDVVRASVLSTFWRYIWLYVPELVFDTRSIPSSIDVPIWKKFADVVNHVLSLHK
GDTSRFEIRKIAECYCCPEDIVRWILLLEKKQVKELILELPFWNKLRIQVSVFSSVLYWAHNLSLLKLHNCAMSLPSHTK
GFSNLVNLELNSATFTNDTNCSNATFL                                                     
>Acoe_012_00194                                                                 
MKNKKLKITKPIINSSSISVIHYLPTEVIQEILSRLPINTLFDSRYVCHSWRDLIITDTHFPIKHYKQVCRRIRPIISLI
VYACDFNELYYIPDFNRCDNLVKFNKLTFKSWLPTFKVIGSCNGFICLADDSGRYRSIFICNPVIGDVFLVPDNVTFFGY
AHGAYFGFGYDMKTNVYKVVKMRYITDEKYYQVEIHTLGTNTWRNIGKVKEILGHLSTSSGVLVNGSLHWLGTLHDSETA
SVIMVSLADEKLQDILPISIESIVGEINRGYHMGELGGRLIIVDTGCTEYVNVWVMEEYGIWASWTKQFSVKRPPVSGIA
GYICFRPLVVQENGDILVEVFGGALYVYNPTKRRPYRKIYNKGLPALFKAVPHSGTLVPFKSAIETAGM           
>Acoe_012_00272                                                                 
MEKRRRVEKKKRCWEDLDSDVLLIIYQKLSIKDLLFGAPLCCSSWYTISKEPSLWREVDLLHEFNDVNEFNSRQLAELVV
ARSQGCITSIKFPLTASIDDLLLVALRCPGIKYFNLRLPSKKLLKKKSIYLAITKLIELESMDVGDCFFSDEWVLQLINQ



CCPKFSKLKVYGISWNTVYLIVTHMPKINGLDLVQNWMLNET                                      
>Acoe_012_00279                                                                 
MGNSRHRPNLIGETGFSNSSNRRSRFSFEHYDFLSQLPHSVVLHILSLLPLRDCVVTSGLSKRWRYVWTHTSKLNIDENV
FYTKMDRNSPCSMCDELPPRSEFRRCTRHSLEGRRQQFVQFVDRTLQLRSGDTIDYFRLSFNHNSYYGYTSRIDLSIRRI
LMSNVRVLELSFSQQLKFPLNDLRSNESGPFELPNGPYESKSLKILTLNFCNFKLANFEVFHSLRRIHLKQVLLLEGSIG
DLVSKCPLLEDFHLYLCNIHRRYFQYEGDLQLKNLIIRRCTMNTQFDIIGKFSAPRLLSLVIDEDKFRLYLVLTKQELPG
ISCLLSSCPYLETLSLEVDLINQQNWVFESPLSLSFDEEQFWKSQSLHFYCLETVYIDGFVGETFDIPLVEFLLENSRVL
ECMTINWNSNKRRMSSEEYSHFIETTTNKVLHMRRASSKARVEFI                                   
>Acoe_013_00215                                                                 
MEGETSWVSHLFHDIQRVVPTFESLPDLIDEENRENTGISLDCILPDELLERILAYLPIVTVFRMGSVCKRWKEIVDEKK
FSWGLSDSLSQKPWYFMFTSSDEPIGYAYDPVYRKWYGIDLPCIETSNWFVSSSYGLVCFMDNDSRSRLYVCNPITKQFK
SLEEPPNMKFSDYSALAITVDKKTLNYTVAIVKSKQVPGNFFQWDLSIQIYDSETTLWMTYFTSVICDGILYFLIYATGG
GMASLENRHRLIMYNLSNRFSLDSLMRTSIPVPCSLTCGRLMNLKDKLVMVGGIGKQDRSDIIKGIGIWTLNGKEWLEIT
RMPHKFFQGFGEFDDVFASSGTSDIIYIQSYGAPALLMFDMNRKHWRWSQKCPVTKRFPLQLFTGFCFEPRLEVVP    
>Acoe_013_00254                                                                 
MGYCGEEDDDDIFTPLPPNNLKSRLNPSGEFTNTMAGINTNDDEVISPMNSNFSALICRDILRTIFERLPIQDLARASCV
CRIWNSIASDREIQTSVFKSVWKLKDVIGNSTFATTKRINTRRRRHEA                                
>Acoe_013_00321                                                                 
MAVCEVNGLQQTESHTPLIGGLPDDITLFCLARVPRRYHTLLKCVSKKWRDLVCSEEWYFYRQKHNLEETWIYALCRDKS
DQICCYVLDPNSSKRSWKLIRDIPPQCSKRKGIAFEVLGKRFYLMGGCGWFQDATDEVYCYDASKNSWDTTAAMSTARCY
FACEALNKKIYAIGGVGSNSSDPLSWDTYDPSANSWTSYSDPNIVPDIEESFVMDGKIYIRCGASSTVPPHVYSVVYEPS
NGTWQHADKDLVSGWRGPCVVVDDTLYVLDETSGTRLMMWRKESREWVALGRLSLLLTRPPCRLAAVGNCIYVIGKGLST
VVFDVGKAGNMGGVMVSSSIPKLVTDDDVISCKTLSL                                           
>Acoe_013_00341                                                                 
MKRKKLVLKLKQGKEKGGKGKRAKKMMMMMITNLDDDIVRDILTRLSAQSLDQLRYLSKNWFNMISDPYFVQQHNLRCSD
YGFIIQEKPSTYKNIKSFIKMNDGGKYHNLSSVLTGNIRACCNGLVLLESYEKSKKSKLRVVNPTTKQQVKLPQIDLTCI
EVYGFAFVASSNEYKVARLYTESMDLKCDILVLSSSQHFQWRSINAPSITMTKGFKYRPFSVGGVLYWIEYSQRVVLCLD
VGAEKFYQTPLPDFISLSKGRIVGMGRFLCLLKYVAPDQLDIWILKDFRTGEWIKQREIFNVESKIVECLPIWISDNGEL
IVFRMKSKLWAYNVELNKLTKLPKRVDKVEFWGPHVSSIVSPKFIPKR                                
>Acoe_013_00586                                                                 
MAKRKFENIPRKIRKSGRKIRRIVKQAEEQWQEASELMPNLPNEITFDILSRLPIKTLSACRWVNKAWYKTIKQPEFIKA
HHDKLIQNNSDCLIFAQNFCYFIDHESLSSIQTTINSPLFILQVQPRQGTKSFEFFSCNGIVLVCSETQPYSINNPITGE
QVLVHQSENYNGICDHIGFGFDPVSEVFKILRMFCGSGKTYAEVYNCGTGKWRVIDNNPWFSKITGDVIRLPEEWQATFQ
ELDNGVVQWRLIDNNRSSKLICNKNNVPNNVFVNGSLHWLGLLDSKWTIISFKLNTEEFQLIPLPLGVDLSRKEWHIYLC
VLGNYLCVVDEINEKHLEIWMMRDYGRESSWDKKYIIRNIVEDNGDVFEERYRPIGLMQNGEILLMYDYDRYLGYYDPVT
KVLRCIDIDLPYQDPKNLSFLLPLLHVGSLISPCQIGK                                          
>Acoe_013_00587                                                                 
MRIMFKQEEEEKQGQEESELMPNLPNDIMFNILLKLPIKTLKKFRQVNKSWYKTIKQPDFIKAHYAKVIQNNSDYDDVFE
IDSCCYIDDESLGSFETPIPTFFTSKHYIPVARKWMRKNNEEEEASELLSNLPNEIAFDILLRLPIKTLSACRWVNKTWY
KTIKQSDFIKAHHAKVIQNNPGCLIGVRDIWYFIDHESMGSSQTSTNSLPLITLKEQPLQDTENSFRFFSCNGLVLVCSG
ERPYSINNPITGEQVLVPQSINYERSVEAQGTSRLTSLLHDQCIGFGFDSVSEVFKLLRIYRDPGKAYMEVLNCGTGTCQ
WRVIDNDPYSLKLIND                                                                
>Acoe_013_00619                                                                 
MSIKESSSADSVVSAPTKITLNDQNKKGLEMQIKDLKGTNKVKSRRFHLRFSFINHLFSRLQKKLVWSRNSMSIVLPDEI
IEDILSRLPVKSLLRFRCVSKSWCAIIRNPYFVKMHHDRFHENNNLVFLKGGIRNVNKLYLLNYEEVNNSLVELSRPSEM
PDIPIITTCSCNGLICIEDVRGTLWIWNPSTRKHKRLPRFMVGLVSVMTSCTGLGFVYDLSSSDYMIIKICSPQNCCFQS
EVGIYWSSYNLWERLPDIPYKIFYVRWDVPTNKSNKVFSESNPTHFHDALHWVGCKCLRDLTLNIIFAFDVKNRVFREVH
LPADYDHFNLCRMTLLVLDGYLCLFCERALLAEVWLMKEYGVRESWTKLFTCEGYNFPRATTKKGKLIVENHEGGLCSYD
LKGQCCRSLITKPPKLFGMGTTFVESLVPL                                                  
>Acoe_013_00767                                                                 
MVKTRRQLQEEEMMRRSKIAILTTDYVSNEITTEILSRVPVEDLLRFKCACKCWNTLLKDPFFIKLHLHQHIRNNNSFLI
YNCTGKIYSVDYDILSLSFNLNRAVMVNCPIQLKPKSEDFTIYGSCNGILLIGVLNRFTDEYKRICLWNPSTRECKNLCP
PLAREHNDYSSLVYCLGYDISTDDYKVIRYRYDESHCKISDVCVYSMRSNSWKRIQDVPYNIYNADGVIDGSFNGRYGML
LNGVIHWLGMYASVTSYSQRIVSFDLAKDEFSDLQLRGIVRETGSRIWKQLGVFEECLCIYLVNKKNNKIDLFMMKEYGV
EESWTKMFTISDQLIQNMLNFQVICITQDRKVLVQWNNNDGDLFNNDLALHDPKHGWCKCGDIKIQGLPKRFWRSGIVTY
VKSLVTINLIE                                                                     
>Acoe_013_00836                                                                 
MRNCFRPLSNYPSIDLLRSLPKERLVDILSRLPLKTLISLKCVSWSWRLIIEDSTYIDEFYRAQRAPIVVALNAHFDDDS
QRLYSIDGNGLATLTCMFINPHGTCYDSKSCSGLFCFPSFWSTGNCLRVCNPATQEVVTLPRTDTYYDLDSFEFGFNSSR
KEYKVLAWTYSLHYEVFTLGTNSWRAIRNKPAGRFQGHFLRSFCMNGSFYWYCDTKKLIISFNLAKEKFGQIHGPKRLNR
GFESSVKHLFELDGCLCLVDHHYLYSNFGDNQSHPRIIDLWMLKDYNKKVWKLINYRKKVWVKMTSITLPSIWMSLENPF
STRTGEILIARSSDGSRIIYLYSLFTQKFTAVNIVGLPSDFVVTNYAENSVRLKD                         



>Acoe_013_00884                                                                 
MATSDWSRLPSDILIDVAKHLNTTHFEFLQFRSVCPSWRSSAVPTPIFTTPMYTLPSIPVNNMEDSRPDSFTLLEESCRN
VWLIRVQEAMPNHIHLTDPLSRTLICPLQNNPPNEFNLLDFKINGLCIAVQKVVLPSTATKNDFVVMALYSWSTLVFFRA
GDEKWTVIEDQECQFLDLIHFQGQFYAVDSTGRACIVDPNTSNVTYIANSFQNGGGTKKHLVESKGELFLVNIYADYDDG
TQIRYDDCGEPIPTDCKVFKLNERNEQWVQVENLGDVVFLVYNQCSYSISASDFPGCEGNLILLRSICL           
>Acoe_013_00917                                                                 
MELDQSCWNSNKTRKRKLREEDNGGFGISMDDLNQDVLERVLSWLPTSSFFRFHSVCKRWKSVEASPSFRLACSEIPTRD
PWFFMVDPHLDQSVVFDTAEKSWKNLKYPLLLQENPNCSSIPVAASGGLVCFRNINGDFVVSNPVTGACRELPPLGPITH
SQTLHAIAMNSYSKNSYKLVLIFGELPHLTAKIYESVKNCWTEEIVISRNSDETLESDIAGDDTLYFLSKAGDVVTTNMQ
RSPSKQYSSVITVKDGEEIINFLSSSGTIVACNLVRKCFLEYPRLLPVFLEYSIDVVECRGELLVVVLSEFLETASLRVW
RFSEDDRLWTQVAAMPPSMSHECYGKKADINCVGSGDQILVCINSGEFCSYVLFDLVANQWTELPKYYLDGKPKEFMSAF
SFEPRIEASV                                                                      
>Acoe_014_00110                                                                 
MDGGGCCFPEEIIFEILSRVPAKDLIRFKAVCKPWCFLISDPKFAKSQLHWASRSRAQLEVLFRPVNDYKDSDSRRNTLI
LYNPVTRQCQNIPRALTQFCSYRFLTALVHDDFIDRYKIFCILSTPKYSAYGTCFIFTVGNDTLDDGWKMFEFESTTKPV
SDFNVISPLLFFNNALYWVTLGDEDYVDYEGKKFDTEEYTESLSHYLFSINVAKDTFRKAKIPSSPDVIRTHRRTVASLS
KVKGSFCLIVVFDDLMDLRVLEDEANGLWTASYKISLESISIDRFFPTWVDLKNKALKEIGSLSIDYMVYDPYRFHFDSL
VTW                                                                             
>Acoe_014_00112                                                                 
MHCNLNFQFNSKLAMDGGGCCFPEEIIFEILTRVPAKDLIRFKTVCKPWCFLISDRKFVEGHLHWASRAQVELLLISPRS
GNFLSIKMQDLHFQTERLKSIPFQEDLQNGRVKLHDSCNGLLLFEKSEEANALILYNPVTHQCQNIPHAPREGAPREGCL
IGFLTALVHDDFNDKYRIFSILSKPRHTAYGKCFVYKVGDETFDNDWEMFKFEVTTKPDSDFNVLSPLLFVKNEFYWVTV
GCADYDGIEFDGVQLKPCINRSIDSIRWYYLFDKTRQF                                          
>Acoe_014_00234                                                                 
MASEMDPLYGLGPARFLVTQRPWLDLYGVYVRPVAPFGSASSKPYYDQALIHRCLPDELLFEVFARMTPYSLGKGACVCR
KWRYTIRNPVFWRSACLKAWQASGPLENYKLVQSKYEYSWRKMWLLRPRIRTDGLYVSRNTYIRVGVAEWKVTNPVHLVC
YYRYMRFFPSGRFLYKNSSHKVKDVAKCMNFRASKADCVFSGHSTLSEDKVEAAILYSGARPTVLRFRLRLRGTTVGANN
RMDLLSLVTSGVNKNELDGHHDDLLGVVEGWQDNETHDPDVPAVSHRRGMTPFVFVPFEEAETSVLNLSVDKMDYFVPG 
>Acoe_014_00335                                                                 
LYVDPTLFLSLNNNDHYPYIITRVLISFTLGLLKLPSLSLSFSHSWHFNIEGKQHNKDSTQRCEMVGEGLKTEDLEFFFQ
QLGVFGGSEKGKMGVGGIMTEWKDLPMELLLRIVSLVDDRTVIMASGVCTGWRDAICLGLTHLCLSWCKNGMNNLLLSLA
PKFTKLQALSLRQEKAQLQDDAVEAVANFCHDLLDLDLSKSTRLTDRSLYALAHGCPNLTKLNISGCTSFGDAALAYLSG
CCRNLKILNLCGCGRAATDRALQAIAYNCNQLQTLNLGWCEGITDVGVTSLAYGCPDLRALDLCGCVLITDESVVALATR
CLHLRSLGLYYCKNITDKAMYSLANSRVKSERDLWASVKKSKYEEGLMNLNISQCTALTPSAVQAVCDSFPDLHTCPDRH
SLIISGCLHLTSVHCACTFQAHRAVNPLPHSAHLYVDPTLFLSLNNNDHYPYIITRVLISFTLGLLKLPSLSLSFSHSWH
FNIEGKQHNKDSTQRCEMVGEGLKTEDLEFFFQQLGVFGGSEKGKMGVGGIMTEWKDLPMELLLRIVSLVDDRTVIMASG
VCTGWRDAICLGLTHLCLSWCKNGMNNLLLSLAPKFTKLQALSLRQEKAQLQDDAVEAVANFCHDLLDLDLSKSTRLTDR
SLYALAHGCPNLTKLNISGCTSFGDAALAYLSGCCRNLKILNLCGCGRAATDRALQAIAYNCNQLQTLNLGWCEGITDVG
VTSLAYGCPDLRALDLCGCVLITGISCGS                                                   
>Acoe_014_00442                                                                 
MNFSNSLPFSDDLIVQIFIRLPIKPLFRFKCVCKQWQALICNHPSIVLRNTTGFYIMVNSTKALQPGNIKFINVHPSGFI
IGSSSSDQLVIDMNLNFIQQSVVIVDSNKGFLLLQKKKMSTSLDDDDDKEQPTQYFVCNPLSKQLISLPKPKYRYDREKA
SFFCYKDDSVDQHDHIEFIVTCYNGSVREIYSSKTRLWIEVEPGLRRDSRGIFFNERVYWLDRWCNSSLLCLVQGDGIRK
IKFPCSKQSTYYEQLIGVSGESLYFADSNRSCFMVWRLVNGVHWCMKHHITFKRVIYPEADWITKKHSFIPLAFHPLNYQ
LVLVFMNSRLVIYRMDEQRIELINELQDQIFPSIHNLPHNKLFPDIRNMLLFPFSLAAWSTCTPRIKDT           
>Acoe_014_00446                                                                 
MVDLPKEMMDEILFRLPVKSLKRFRCVSKSWNTMIDNPSFARMHFNHQASQPVQENLKLMLYVYTYCSLYKVTYGNSDKV
VEELNHSYKYETDRFSISGSCNGLFLEYPTFNLYTTKTIAWRTLRNVPITNSQYFDRMIIINAKLHWLAGRRSSGLDSSI
LILSFDLNNEEIREVPKPNFGEGKYDILDIKYVSYLYVFVNTVACYELWAMKDYGVKESWTKMVSISHSTIEHLCKLPYQ
RVEPLHLSENGQILLCIHRSALTGDTQTDNVVLYDSKNNKARIIKMLGARKRFRAMTYLETLILPNAVDDADVEELQRQL
>Acoe_014_00484                                                                 
MTKKSSEEDRISDLSDELIHHIFSFLDMKDVVHTSILSNRWKTLWLSTPNLNFFLTLYIMKIYVILA             
>Acoe_014_00489                                                                 
MSEATSSSISPPSSSNSILIPNLPDDIAIQIIARTPRFYHLNLSLVCKSWRSILRSPLFFTIRSQLDCTQVFLYINVRIH
NSSFKWFVLDCNLTNPKTLSPIPSIPIQAIGSAFVVLGSKIYVIGGSINDVPSSNVWVFDSRFNSWEVGQKMRVGREFAA
AGVINGKIYVLGGCLVDNWTRSTNWAEVFDPKIGTWAPVPSPVEIREKWMHGSAVIDKKMYAMADRGGVAFDPEDSSWGY
VSTELDLGWRGRATVVDEILYCYDYLGKIRGFDAKEFVWRELKGLDSSLPTFLCGATMANVGGKLYVVWEGRGGGNQIEV
LCAEIEVRKDCFGDLWGSVVWSQVILVIPGGSSIIQCLAIEF                                      
>Acoe_014_00538                                                                 
MGAFLSVVGTKAGISEYNEVLTSASCKRQRMSSVTYEDDPRLIPNLPDEISIQILARLPRIHYLNAKLVSRSWKNAVTST
EIFDWRKDLKKTEEWLYILTKVEEDKLVWHAFDPLSKKWQRLPSMPNVAKVEESKKVLSGLADVIKTWLGRRDPLDRLPY
CGCAIGAVNGCLYVLGGFSRAAAVKCVWRYDPVLNIWTEVGSMSTGRAYCKTGVLNDKLYVVGGVSRGRGGLTPLQSAEV



YDPCTGLWSEVPSMPFSKAQLLPTAFLADMLKPIATGMTSYRGRLCVPQSLYSWPFFVDVGGEVYDPETNAWVEMPSGMG
DGWPARQAGTKLSVVVEEELYALDPSSSLDSCKIKIYNHQEDAWKVVVGKVPINDFTDSESPYLLAGFLGRLHIITRDAD
HEIVVLQVDPYDRIGASSSASASLVDPLQEHSDTAAEVETDIWKVIASRDFGSAELVSCQVLDI                
>Acoe_014_00560                                                                 
MRNMSHLPRDILNQIMERLTTPELFRFAGVCTSWRSASAPGRHKLRLPWLIVPSEYSDMKTGNIWFGRVGFFSILDGKVY
YLHIPEMKERRICGSSNGWLITVHESSDIGLLHPFSKEIIKLPSLLDFPGIVGMGYSTIWGSIEYRTSRDTCPGSSDWIR
DNYIRKAIVSSKFTRDKASLVVMVIAGKLDELLFCRLEIMENTWIQVQGEKHFFDVTYYNGKFYAVDVFGNVFVVEGLDS
SSPFTKRIIDNGDGDKCRHSSYLIKCSGNLLKVVPFVERSPHTRTIRFQVLKLDFENKKWLEVKTLGNHALFVGSNHGIC
ISTSGFPGCKGNSIYYTENHKKHYTLGIYNVEDGKIEKIYSDESGGILPWPIWYAPIQRM                    
>Acoe_014_00561                                                                 
MSNMSQLPFDILDQIMDRLILPNLIQFGCVCTSWRSASAPARHKGLLPWLIVPIKNNSNNKETGNIWVDGNLGFYSILNK
KLYMLNVLEIEDRRICGSSNGWLITVHENSDILLIHPFTREIIDLPSLVDFPGVHGIDFAEDMQLEYTVSNYNSSNPNRH
RQSSVYARDRYIGKVVVSTRDKASLVVMVIAGPMRELYFWRPEIKGNTWIPVQGLGFNFYDLTYYNGKFYALNIHGNVYV
VEGLDSRNPYTEAVIENGDDDQYSCFSYLIESSGDLLKFVRFVDGKEPSKTILFKVFKLDFKEKEWLKVETLGDRALFVG
LNYSFSVCTSDFPGCKRNCVYYTDDGRGLFIKGYNEGIYNLEDGTIEKLYSDDSQDILPLPIWYAP              
>Acoe_014_00621                                                                 
MQLALSEQPIQQEHKLCGFLRVVLSLNSPPSSSIEHDELSKTLSFGTLCYLFENEFNELGCRTEDNVLLTLIQNNKLLES
EVLEEEGSTPSLGKRKVRDEECGSSRKKNLSRFGSYNGNMSVIHQINNLNVKKCLEIVARIVGVSVNNSNGDVRVVVLID
IYLPVDVWNGWQFPKLGPIAASLFRHLSCDWDQRNSILANGENYYTLMHENNESIWNTSECHILGCKVHCDVTGSSRKSL
FELHEIFKNLPGVTTEGKMYSTRIRPENASLSSGIWDITDDVLINVLTPLDPMDLLRVASTCRHLRSLAASIMPCMKLKL
FSHQQAAIEWMLNRERHAEVMVHPLYMDFSTEDGFHFFMHAVSGEIVTGIAPTVTDFRGGMFCDEPGLGKTITALSLILK
TQGTLADPPDGVEVIWCTHNNDQRCGYYELSSGTATPGNATPLLKRFIGQGGRRGQVCSDSFSPAGKLEASTPLPLPSKS
AAQCTSSLSYDKRNLLDTYEGACGSAKERNVRNNAVTRSAALKHQVTFSSKFLNTRTRGKKRSTESSEYNESWVQCDSCR
KWRKLLDESIPDTSTAWFCSMNSDPSRQNCAAPEESWDFLGSITFLPGFCTKGTTGGNEQNVSFFTSVLKENNMFIDAET
KKALSWLSKLSQDKLLEMETVGLTRPVLDTHAVSLGGYHAYHKIFQAFGLMKKSKNGTSKWYYPFTLQNMAFDVVALRIA
LTKPLDLFRLYLSRATLIVVPANLVDHWKTQIFKHVKSGQLRVLVWTDHRKPSAHTLAWDYDVVITTFSRLSAEWGPRKR
SPLMQVHWLRVMLDEGHTLGSSLSLTNKLQMAISLTASNRWLLTGTPTPNTPNSQVSHLQPLFKFLHEEAYGQNQKSWEA
GILRPFEAEMEEGRSRLLQLLQRCMISARKEDLKTIPPCIKKVVFLDFTEEHARSYNELAVTVRRNILMADWNDPSHVES
ILNPKQWKFRSNLIRNVRLSCCVAGHIKVTEAGHDIQETMDILMEQGLDRFSEEYVFIKISLQDGCNCFRCKEWCRLPVI
TPCRHLLCLDCVAMDSEKCTFPGCGNLYEMQSPETLARPENPNPKWPVPKDLIELQPSYKQDDWDPDWHATSSSKVAYLI
ERLKALEEVNREMGYSLNEISIEQPSDASLLPSQEGHCSIVLHQEACEKKDEKIFKSAPEKVIIFSQFLEHIHVIEQQLT
GSGIKFAGMYSPMHSSNKMKSLMTFQHDETCMILLMDGSAALGLDLSFVTHVFLMEPIWDGSMEEQVISRAHRMGATRPI
NVETLAMRGTIEEQMLNFLKDSNGRRQTLKEEFGRTDHEGTRPHRTLHDFAERNYLAQLSFVRTNSNAQMQLALSEQPIQ
QEHKLCGFLRVVLSLNSPPSSSIEHDELSKTLSFGTLCYLFENEFNELGCRTEDNVLLTLIQNNKLLESEVLEEEGSTPS
LGKRKVRDEECGSSRKKNLSRFGSYNGNMSVIHQINNLNVKKCLEIVARIVGVSVNNSNGDVRVVVLIDIYLPVDVWNGW
QFPKLGPIAASLFRHLSCDWDQRNSILANGENYYTLMHENNESIWNTSECHILGCKVHCDVTGSSRKSLFELHEIFKNLP
GVTTEGKMYSTRIRPENASLSSGIWDITDDVLINVLTPLDPMDLLRVASTCRHLRSLAASIMPCMKLKLFSHQQAAIEWM
LNRERHAEVMVHPLYMDFSTEDGFHFFMHAVSGEIVTGIAPTVTDFRGGMFCDEPGLGKTITALSLILKTQGTLADPPDG
VEVIWCTHNNDQRCGYYELSSGTATPGNATPLLKRFIGQGGRRGQVCSDSFSPAGKLEASTPLPLPSKSAAQCTSSLSYD
KRNLLDTYEGACGSAKERNVRNNAVTRSAALKHQVTFSSKFLNTRTRGKKRSTESSEYNESWVQCDSCRKWRKLLDESIP
DTSTAWFCSMNSDPSRQNCAAPEESWDFLGSITFLPGFCTKGTTGGNEQNVSFFTSVLKENNMFIDAETKKALSWLSKLS
QDKLLEMETVGLTRPVLDTHAVSLGGYHAYHKIFQAFGLMKKSKNGTSKWYYPFTLQNMAFDVVALRIALTKPLDLFRLY
LSRATLIVVPANLVDHWKTQIFKHVKSGQLRVLVWTDHRKPSAHTLAWDYDVVITTFSRLSAEWGPRKRSPLMQVHWLRV
MLDEGHTLGSSLSLTNKLQMAISLTASNRWLLTGTPTPNTPNSQVSHLQPLFKFLHEEAYGQNQKSWEAGILRPFEAEME
EGRSRLLQLLQRCMISARKEDLKTIPPCIKKVVFLDFTEEHARSYNELAVTVRRNILMADWNDPSHVESILNPKQWKFRS
NLIRNVRLSCCVAGHIKVTEAGHDIQETMDILMEQGLDRFSEEYVFIKISLQDGCNCFRCKEWCRLPVITPCRHLLCLDC
VAMDSEKCTFPGCGNLYEMQSPETLARPENPNPKWPVPKDLIELQPSYKQDDWDPDWHATSSSKVAYLIERLKALEEVNR
EMGYSLNEISIEQPSDASLLPSQEGHCSIVLHQEACEKKDEKIFKSAPEKVIIFSQFLEHIHVIEQQMKSLMTFQHDETC
MILLMDGSAALGLDLSFVTHVFLMEPIWDGSMEEQVISRAHRMGATRPINVETLAMRGTIEEQMLNFLKDSNGRRQTLKE
EFGRTDHEGTRPHRTLHDFAERNYLAQLSFVRTNSNAQMQLALSEQPIQQEHKLCGFLRVVLSLNSPPSSSIEHDELSKT
LSFGTLCYLFENEFNELGCRTEDNVLLTLIQNNKLLESEVLEEEGSTPSLGKRKVRDEECGSSRKKNLSRFGSYNGNMSV
IHQINNLNVKKCLEIVARIVGVSVNNSNGDVRVVVLIDIYLPVDVWNGWQFPKLGPIAASLFRHLSCDWDQRNSILANGE
NYYTLMHENNESIWNTSECHILGCKVHCDVTGSSRKSLFELHEIFKNLPGVTTEGKMYSTRIRPENASLSSGIWDITDDV
LINVLTPLDPMDLLRVASTCRHLRSLAASIMPCMKLKLFSHQQAAIEWMLNRERHAEVMVHPLYMDFSTEDGFHFFMHAV
SGEIVTGIAPTVTDFRGGMFCDEPGLGKTITALSLILKTQGTLADPPDGVEVIWCTHNNDQRCGYYELSSGTATPGNATP
LLKRFIGQGGRRGQVCSDSFSPAGKLEASTPLPLPSKSAAQCTSSLSYDKRNLLDTYEGACGSAKERNVRNNAVTRSAAL
KHQVTFSSKFLNTRTRGKKRSTESSEYNESWVQCDSCRKWRKLLDESIPDTSTAWFCSMNSDPSRQNCAAPEESWDFLGS
ITFLPGFCTKGTTGGNEQNVSFFTSVLKENNMFIDAETKKALSWLSKLSQDKLLEMETVGLTRPVLDTHAVSLGGYHAYH
KIFQAFGLMKKSKNGTSKWYYPFTLQNMAFDVVALRIALTKPLDLFRLYLSRATLIVVPANLVDHWKTQIFKHVKSGQLR
VLVWTDHRKPSAHTLAWDYDVVITTFSRLSAEWGPRKRSPLMQVHWLRVMLDEGHTLGSSLSLTNKLQMAISLTASNRWL
LTGTPTPNTPNSQVSHLQPLFKFLHEEAYGQNQKSWEAGILRPFEAEMEEGRSRLLQLLQRCMISARKEDLKTIPPCIKK
VVFLDFTEEHARSYNELAVTVRRNILMADWNDPSHVESILNPKQWKFRSNLIRNVRLSCCVAGHIKVTEAGHDIQETMDI



LMEQGLDRFSEEYVFIKISLQDGCNCFRCKEWCRLPVITPCRHLLCLDCVAMDSEKCTFPGCGNLYEMQSPETLARPENP
NPKWPVPKDLIELQPSYKQDDWDPDWHATSSSKVAYLIERLKALEEVNREMGYSLNEISIEQPSDASLLPSQEGHCSIVL
HQEACEKKDEKIFKSAPEKVIIFSQFLEHIHVIEQQVLSYI                                       
>Acoe_014_00632                                                                 
RPVLEIREKVVSMEEEKVRLKILKSNCDIISSSSTINSLDDGCLMHIFSYLPPIPDRFNTALVCQRWCYLACHPRLWLRV
EQSIKKLPEPGVFSNIETAISAARPGDTILIAAGGNHIACNIQIKKPLCLIGGGELPDDTVLVCSRGSDSALEFLSTCKV
ANLTVKAELGCCLLHRSGRLTIEGCILQCEENPLDFLSCPIVSTASSSGSLSPSALKVRGDSVSVSRTRIEGGNKAVSTS
GTLALQRVRVIYARTAIFFWFDVDQQMMDVLCISSATYHQFQRWCYLACHPRLWLRVEQSIKKLPEPGVFSNIETAISAA
RPGDTILIAAGGNHIACNIQIKKPLCLIGGGELPDDTVLVCSRGSDSALEFLSTCKVANLTVKAELGCCLLHRSGRLTIE
GCILQCEENPLDFLSCPIVSTASSSGSLSPSALKVRGDSVSVSRTRIEGGNKAVSTSGTLALQRVRVIYARTAIFFWFDV
DQQ                                                                             
>Acoe_014_00745                                                                 
MESNNYSGKKKCSSFSSSSLRRRSSIQSLDYNILSIIFASINHFDLVRCSSVCKSWYDCIHTSDLLKMKYYNRNKDSCFL
SNASSETTLKMYLKVLAMEQHRLSLQNGSADIYQWNGHSASIDQCRMKMGLILTGVGDKVARIWSVKSYKCLEEYSVPDM
KPLADFDFDESKIVGLVGTRICIWRRNGKRSIFPSQDDAITTGLCMRYVDPEAVVGCGDGTARVFDMYSKKCSRIIRMHA
GPVTCLALTDDQLILSGSSLGSIKVAGLSSDQRVASLRSTHSTGIRSLCFNPSSSLVFAGSTGGYLHCWDLRTMKPLWEN
RISPNIIYSVQHMRNDTSSLVAGGIDGVLRILNQNTGELLSSYVIREGTKAAASTKTGYGVVEKKKAEQLSEDACLDRIP
KNSRPTITCLAVGMKKVVTTHNSKLIRVWKFNN                                               
>Acoe_014_00765                                                                 
MNLCEFTDDIIIEILLRTPAKDLVTSKTVCKRWYNIISDSSFVNTHLHHSNNCRSRKGIILKPSGGDYWRLDEYSTKIDR
KNMSVEKFNLNIVIPGKKKSVSIIASCNGLLLLRSYSGSSSCHGKFYICNLVTRESTALPRINDPRRRRSLETLCVLRCK
WAFSYDTSVERYKVFAIWREHVIMLTSGDKKWINISFPTRICKDYPHITPPVFAERELHWVASQFRNVGAMSCACSLDVE
SREFREIELPIYNAYHYAIFAPFNIKGSISVTIVFDNHLEIWSLAHKANNQWTQNISVSFQSFLKNTPYSLCNICIVGMK
EDIDSNDISDMKLKIFIPDGDKLLYHDLSGELRQIASMNNELIVNGAYQFHIDSLVSWNPAQAKRKRKRRRSAEHDRTTT
RDCNQAIPNDYIELRNKRRIPRRGH                                                       
>Acoe_014_00809                                                                 
MRKKISRRNIIKKHSKSLWKDLPEDILVTVFNKLDKKSLFKTAYSVCRWWRSVCRLILFWYKKLGVNYLDLSRFINIGVD
ESSQLMKLLKRILDGLEHKSEIVTHIEFPENINFSDDFLHYIAQRLPKLIHLQLPCNIGTITTVGFSKAIRNWGEMKSLR
MGSINLLDYSHIIHEIGSNCKNLEMLNIYTTDMEVGLRNGQTFVLDEYTSLQITKNLRSMKNLVFRHCILSKTGLKNIMS
KCKCLETILIVRCRRASTIPNFECQQTEYVSKLMTKDFIEDNTTDWSLWLWNDKRINSTPSIFKYLWQFEEEACD     
>Acoe_015_00032                                                                 
CFQQEQQQNFYQLSMVPNHVIEEILSRLPVKSITRFRCVCKSWCDLLSDRFFMDMHLNRSIERGAVNIFLRLFRPPYTIY
SLDPEEPNHVVNLGFSKSFCKKIDSFIGSCNGLVCVLHHTRVVSIFKPSLPSTRQGTLILKKPLPCETVYGFFYNPVSCD
YQLLCVGSDWEHDAKVVLYTFVKNSQKMIAEIPYDSVIPEAGILVNGAIHWLACRRIPKLLLPSKRVIVAFNCKSETFLE
VPRPESENCFHSRHLTELAGYLSILRTNNTEFEVWSMKKYGIKESWTKLLVLPYSHPDYVESFYITKKGDLLLTILFGEG
LFLYDQEHKSLNNIEIRKRYCSWYKQKD                                                    
>Acoe_015_00078                                                                 
MYRRRRRNIKRRSRRRDRGVKEGQRVRDQRFFSWALPEDITLNILSRLPVKSLMRCRCVCKSWLTSTSTPYLINMHGARA
TQDHNPDVLFIDFRDNPDKTLATQDLYIVENVGTHNEIVKPVPLPEHLMSLHLVDSCNGLICLTISPACERLTYVYNPCT
GESIQLPYSPFSQTSDGICGFGYSPNHDEYKFVAFISVQPYFDFPFPIAEVCTLGSDSWRRIVNVPFTLIVPPSYFYMDG
ALYWLAFDRFDKSSLGIGSFDLENEELHFFLLPPKIFSTLDTNYLEAGIIEGCVSVVDFSSGEHTQIWSSMNYREKESWT
KRNVLSLPGRTKLMRLLGTLKNREIVFFNNYNKLVSCDPRSGQFRDLGVQGVSEVLETYVHVGTLISPVRGCGAE     
>Acoe_015_00225                                                                 
MYFSWSQLPNDIWLLISKKLDVEIDRCSFRLVSKSFRSYLPPLPQPPWLLLSEKHQQPLLETSESDEEGEVNVVNEENHK
PSPPPPLRGLVGIGGGGGGGEHVGDYEIDFPEAHQMRCIGSTGNWLITVDKFDGIYLLNLFSRVQIDLPSQSTFKYNFLP
DEDVTPEQHRDLLLKKVIMSSTPSSSTSTNKDCIVMAIHHYLHKLAIARPGDTSWTTVDTPYHHFEDIIFYKEQFYGVNI
YGMVMVCDITHLHTPKATVVTENWLKQDKHDYYRKKYLLEWLGELLLVIKVVSRLCDRDDRQEYIEKRQPLYKTEKFEVY
KLDFTTKRWEEVNSLGDYCLFVGFNSSVSVSAVNYLGSLKKNCIYFTDDFTFGYRATRTPGGHDMGVFDMEDKSIRPYYK
GVSTCYYSPPIWIIPNPTVMNTEKESDSMCQGKMDCNL                                          
>Acoe_015_00228                                                                 
MDWAYVSPSSVDRISGLPDAILHQILSLLPTKQVVQTCIFSKRWISLWRFVTSLDFDQEMFLVPDRWHSKKEGPIDFVKF
IDSVMFLRDQSSNIQSFRLSFDEEQRNEDMSMINTWLAVAVSRNIEVLDIQLYDSLKFIPHLFTCSSLRVLKIKSYEPKL
NLPNYCEISSPNNLFIISSPQLETLIIKGHIPCIEISAPGLVNFKIKVGDNKMSTCLIKSISNFGSLVDANISIGVNSSR
PTKQFLRALSNAKSLTFHWLFIVNFGNEVFERDTLQWIESADAMLEWIQLPFKNLKFLKLETWFTDGEVPVINRLLKFSP
ILETLVIKNDGVEELWKEKSLVENVSFGYKLAQLKSVTFLKFQGAENEVKFVKYFMNNAVKLEKLIIKSPKRSLAKKKVL
TEIRNIGKLLLTHPRLGNLSYDATSDDCTLVTCSFV                                            
>Acoe_015_00337                                                                 
MMEEILLRLPVKSLGRFRCVSKELNTSISNPVFTKLHLNHQKSQNKNLLKIMLNENCDYYKVDFDILDKSEKKYNLEYID
ENRLNIVGYCDGFMYLWNPTTRKYRLLPHVASRSCYYSCIYSFGIDPSTVEYKVLFLESCMVELELHTKFHLYTTHTNSW
RRMGDIPFFIYTDEYAHVNGNIHYLAKRSFDSRGPKLILSFNIKDTEFREVPQPNYSTNGKSKITITLTSLEESLCLFFY
YSAAHRRMHKNWSVDLWMMKDYGVKESWVKLACIYPKSIDKSIQDVQPLHLWENGQYLLHVTSSTRRQHMALYDSKKNEG
KTLHICNVPYMFISRVYEENLISPKAGTYDPVEEHENSVKRRK                                     



>Acoe_015_00338                                                                 
MVLKHQSLVEGFKGNSGRFLIDHCAPLRLPYKVSSSCNRGETNGMFLKRRKQLLCFSLALCRRIHRSDPHKNLISCSLLI
ITIIIIIIIINFFLLLLLCNSLITTKMDNENSSSASTSGSDVIPNKRSHLQSYIKKIFCKLPVKTLCRLKCVSKDWCALI
EKRDYVDKNQPKEPFKFAIHDADEIVFTCSVSRDGSTTRKAHIYKAPLEHFRYCNGLIGYFKRVDDSCALFLSNPATGEE
IEVASPTQRSIRSSYYELGFDPSSNEYKILIWNQKKGSVYPPKHCYVRTLEKGTSWKPVNNIPHVLSRLEEPRDDFHRPH
FSSANGTLFWFIGSESIVVSFNLADEQFGTVKIPVKIDEEKNTYFLFEFKGCLCLVEQPCFGQEKCHLENINVWKLNDID
TSNWVILIMNKKLPLEDTNLHNYFMDTEDNIDVYPAHFLSQNGEVLIGVVDNEHKYIFLYDFLGGCFARIELTGELQGFG
PLGLNNYAETDLSLLDFGYI                                                            
>Acoe_015_00414                                                                 
MQGTYFTRKTYNIHMEKDRLSYLPDPIRDHIVSFLPTKDAIRTSILSRQWENVCSSLSNMEFNKATFKQTDHKVVHFRNS
IDRLLFRHDGSDIRRFSLKTGLLKKFQKFPSSFYTCSSLTVLSLISIKFKCPSFVQFPMLKSFHLEDVSFLENNTINKLV
SSCTCPVLEELEITFCDLSTIKSLSISIPSLKYLKLLEWNCSLKRAPTISSETLLSLVTAYFEFTCSLEDEAAKDFLIIN
RKIVEGLHNVQELGLYDNFIEKEPPCLNINNTEEYLQCKELPSADILNCLRTVKIKDFEGSEGELELLRYLLQNAKHLEM
VYIIPLGAEQIDVVNQLSTSERVAPNVTINWIKPEEDDDLCCH                                     
>Acoe_015_00437                                                                 
MERGMKTLNEEHDSRVQAGDTKTGDRVSELPEDILSFILSLMSMRDAVQTRVLSRRWKNVSAPTSNLQFDLFTLFGINCD
RNSLSIGSDNQSDGKCRFIKAVDQFLHLCRSPKLYSFKVCYSLGNDSECHIDRWISFAVRGHTEKLVLDFSGLPKGCELY
NFPCNLLSHGKLPQLKHLCLQSCALRPSPDSTNIFNSLKTLDLNMVPLEEDLNCILSGCVTLEWLRLTNCKLPVSFFICE
QYLCLKSLILDQCHGAKKIEISRPLTVFEYIGGMTNLSFVGAPLIEKVKLMLMRAYARGTDYMFHGLAKELPSLQRLSLS
LFTRDMMSIPENMTKFYHLKELDLIVILSLDFDLLSVISILNAVPCLHTLNLAIRYSGPRSLPEKRRYTKQFYYYLKEVE
ISGFRDQCNALDLVLYVLDNALRLERMTIRWTSTAGIRMGESWKKEVDDLLKEKAAHVELIVLMERGMKTLNEEHDSRVQ
AGDTKTGDRVSELPEDILSFILSLMSMRDAVQTRVLSRRWKNVSAPTSNLQFDLFTLFGINCDRNSLSIGSDNQSDGKCR
FIKAVDQFLHLCRSPKLYSFKVCYSLGNDSECHIDRWISFAVRGHTEKLVLDFSGLPKGCELYNFPCNLLSHGKLPQLKH
LCLQSCALRPSPDSTNIFNSLKTLDLNMVPLEEDLNCILSGCVTLEWLRLTNCKLPVSFFICEQYLCLKSLILDQCHGAK
KIEISRPLTVFEYIGGMTNLSFVGAPLIEKVKLMLMRAYARGTDYMFHGLAKELPSLQRLSLSLFTRDVRRKRKGVFSFH
FIKYWFLSCNCLFSFCLMSMRDAVQTRVLSRRWKNVSAPTSNLQFDLFTLFGINCDRNSLSIGSDNQSDGKCRFIKAVDQ
FLHLCRSPKLYSFKVCYSLGNDSECHIDRWISFAVRGHTEKLVLDFSGLPKGCELYNFPCNLLSHGKLPQLKHLCLQSCA
LRPSPDSTNIFNSLKTLDLNMVPLEEDLNCILSGCVTLEWLRLTNCKLPVSFFICEQYLCLKSLILDQCHGAKKIEISRP
LTVFEYIGGMTNLSFVGAPLIEKVKLMLMRAYARGTDYMFHGLAKELPSLQRLSLSLFTRDMMSIPENMTKFYHLKELDL
IVILSLDFDLLSVISILNAVPCLHTLNLANSLLQGVNSYALHLPR                                   
>Acoe_015_00442                                                                 
MERGMKTLNEEHDSRVQAGDTKTGDRVSELPEDILSFILSLMSMRDAVQTRVLSRRWKNVSAPTSNLQFDLFTLFGINCD
RNSLSIGSDNQSDGKCRFIKAVDQFLHLCRSPKLYSFKVCYSLGNDSECHIDRWISFAVRGHTEKLVLDFSGLPKGCELY
NFPCNLLSHGKLPQLKHLCLQSCALRPSPDSTNIFNSLKTLDLNMVPLEEDLNCILSGCVTLEWLRLTNCKLPVSFFICA
QYLCLKSLILDECHGAKKIEISRPLTAFEYIGGMTNLSFVGAPSIEKVKLMLMRAYARGTDYMFHGLAKELPSLQRLSLS
LFTRDMMSIPENMTKFYHLKELDLIVILSLDFDLLSVISILNAVPCLHTLNLAIRYSGPSSLQEKRRYTKQFYYDLKEVE
ITGFRDECNALDLVLYVLDNALRLERMIIRWTHAAGMWMGESRKKEVDDLLKEKAAHVELIVLMERGDTKTGDRVSELPE
DILSFILSLMSMRDAVQTRVLSRRWKNVSAPTSNLQFDLFTLFGINCDRNSLSIGSDNQSDGKCRFIKAVDQFLHLCRSP
KLYSFKVCYSLGNDSECHIDRWISFAVRGHTEKLVLDFSGLPKGCELYNFPCNLLSHGKLPQLKHLCLQSCALRPSPDST
NIFNSLKTLDLNMVPLEEDLNCILSGCVTLEWLRLTNCKLPVSFFICAQYLCLKSLILDECHGAKKIEISRPLTAFEYIG
GMTNLSFVGAPSIEKVKLMLMRAYARGTDYMFHGLAKELPSLQRLSLSLFTRDMMSIPENMTKFYHLKELDLIVILSLDF
DLLSVISILNAVPCLHTLNLAIRYSGPSSLQEKRRYTKQFYYDLKEVEITGFRDECNALDLVLYVLDNALRLERMIIRWT
HAAGMWMGESRKKEVDDLLKEKAAHVELIVLMERGMKTLNEEHDSRVQAGDTKTGDRVSELPEDILSFILSLMSMRDAVQ
TRVLSRRWKNVSAPTSNLQFDLFTLFGINCDRNSLSIGSDNQSDGKCRFIKAVDQFLHLCRSPKLYSFKVCYSLGNDSEC
HIDRWISFAVRGHTEKLVLDFSGLPKGCELYNFPCNLLSHGKLPQLKHLCLQSCALRPSPDSTNIFNSLKTLDLNMVPLE
EDLNCILSGCVTLEWLRLTNCKLPVSFFICAQYLCLKSLILDECHGAKKIEISRPLTAFEYIGGMTNLSFVGAPSIEKVK
LMLMRAYARGTDYMFHGLAKELPSLQRLSLSLFTRDVRRKGVFSFHFIKYWFLSCNCLFSFSL                 
>Acoe_016_00035                                                                 
MKGKRLKKGKNVKISTSSTQEQVDRISDLPESLLHHIFSFMDMREIVQTCLLSKTWITVWKSLPVLNFGYCFWNSTSLRK
HHNVLHKRDTSSAILKINLSRNYCCHSPQFDTILAFALTKPIKEIYLETPKRQPRIMPDILFNSTIEVFKLESVLYRRPG
VPVELPVSLCRASKLKTLELISAKLPKGNSAGELAFNYPDLENLMIDQCDCQHIKILNVNAPKLKNLVVGNYENTSSCVT
KFLVRISYQ                                                                       
>Acoe_016_00107                                                                 
MAPASNKSIHRNQQHIHMAPASNKFGPKTTTRYLPDELISNILIRVPVKNLVKFKYISKSWLSLITNPSFIQQVLAFSNQ
HSSDQQDIIFLTYEKVQT                                                              
>Acoe_016_00134                                                                 
MAMNADFGKEDDNKLYIPHEISQDILSRLPVKTICRFKCVSKLWCSLPYDTDFVEMHLKQSRDASNIIILSHKAEEDHSL
LSFHSLDMAEDDNKTEHMFTIPLCMDVYAMELSCNGLVCFSALLRQEIYVCNPSIRKFIQLPKLIASDTAYSPCKVVGFG
FDDFSGKYKVMCAFHSQYFDWSLCFIFTLGSTDGKWRQLDDIPRRIQSIQGAYLNGVVHWILEGYPNHLTPDGILTFNFQ
DEEYGVLPLPDHQYWTDYMSLWGLHSSVHLKVIGGYLRLVTTLDGSDAGYWTLEFWTLTDYKNHVWTYDFTYSFEIISEY
LNFSPPIPVNIRNGKVLFAAGGKLYVLDVRSRTTSEFECEFPDDDGEPVDRLYKPDYVKSLVSVDGSY            
>Acoe_016_00144                                                                 



MVFEILLWLPIVSLLRFKSVCKSWYSLIESYSFVYQHYHHIHVDRLEKDEENLIIIRNPHFSTDQCIISLISGKKNLFQV
SENFHLPQPPFAKTDWVRLVISCNGIICVQPNLDYYNFFLLNPAIKQFRLLPKTPDLLTSSRSNYLKVYAGFGYNSRTDD
YKVVRVVYKDMKVEAIQVDVCSLSTDSWKTIDAALVPHVTISYSGLTTPFRNKIYCWFADEGFDANNRSFGKTILSFDFS
KDVFETIPLPDVYKVKAKLMLSLLWDNIACIEIVRRGKCDCSVWMLYEYGVKESWTKLYTISLDFGIGHRGVWKNGELIC
QTKLKGGREGETQFCLCNPVTQELKILSVPLPLRLPYPIAVYKDSLVSIKSANGATHLSPAVEPIA              
>Acoe_016_00263                                                                 
MDHLPSEITTQILSRLPVKYVFRCRSVCKTWLNIIDDRRLFTPLHFTRSLEEEATPHNKSTFIFASSTGRYPFYIVDKEQ
SQSAFKSTRIYVSGSDYNIIYANSCNGLLCYSFPTNQGNGYSTFIQNPATQEVVNLPDSNSTQESTNIHFRHFMLYVHNL
GFGFDSSSSLFKVLQVLHKSNGLPHSAPVKAQVCTLGSNTWRRLRNFPRVSCYRSAPVLINGSLHWMTYEHILSFDLASE
NFEFLQLPEIYLSGPRRFRPEKNFRLVALDGCLSVADSSSDEDVQLWIMKEYNVKESWIKLIVKSRYVEDSVLFKNVIPI
CFWKNGELLLLYGSQILVTYEIESGRYTPFDIEGLPAYRFDCLKGSYGYEVYPYVGNLMSINTICRMEAQP         
>Acoe_016_00273                                                                 
MERLTKDLTLNIFSRLPVCSLLGCKCVSKYWFNVISDPILSTLRNELTTNSIIEAIVVTHPFDLTANQLYFVAEKKQQEE
EATAIIKKKIDLSFIQDDTSKLNVSLVGVCNGLLCLVNIRVIAYRRGGDIDPYESIFVLNPITGDHQELTPKFENPIPRD
GLQTACILLEFGFDDIHRVFKVIAFIFRYDSSIDDEIDNDVVYVNDVDMTEMQVYTIGGNNLWRREFGNVPYILRYRFGK
VSNVFVNGCLHWITRTLVQNSVDYKLLIMSFNLGSEDFGVIQTPEEIVMELPYLVMQSNYYALAVLDNCLSLVDSMHDNN
LDIWLRKSDNGNESWIKYFSIQKELILERGISQVMPIKLKMNGEILLLAHYRLVVYNARNKTCRPFASDEGPEGISGARA
FPFVGSFIKVAGNEPMERLTKDLTLNIFSRLPVCSLLGCKCVSKYWFNVISDPILSTLRNELTTNSIIEAIVVTHPFDLT
ANQLYFVAEKKQQEEEATAIIKKKIDLSFIQDDTSKLNVSLVGVCNGLLCLVNIRVIAYRRGGDIDPYESIFVLNPITGD
HQELTPKFENPIPRDGLQTACILLEFGFDDIHRVFKVIAFIFRYDSSIDDEIDNDVVYVNDVDMTEMQVYTIGGNNLWRR
EFGNVPYILRYRFGKVSNVFVNGCLHWITRTLVQNSVDYKLLIMSFNLGSEDFGVIQTPEEIVMELPYLVMQSNYYALAV
LDNCLSLVDSMHDNNLDIWLRKSDNGNESWIKYFSIQKELILERGISQVMPIKLKMNGEILLLAHYRLVVYNARNKTCRP
FASDEGPEGISGARAFPFVGSFIKGNEP                                                    
>Acoe_016_00303                                                                 
MERLTRDITMDILSRLSIRSLIQCTCVCKTWQNIISHPTLYFNQSSSSSTTTPDLFFHCVYYEESGRSYVDRFQVSDFYF
SEQQQDDDDDDDIPIIKPDKIVYAPFFINSSKYLNVLGSCNGFLCLSTLWNSPSNYFFPSDPIYVFNPITGEHLELPNFE
FQPDCRKIVKFMSGFGVDFLTQEYKLVILLFCKEISSCSDVCESGSVMNEMRVCNLRGLTWRKRMRNVPNVLVEASQVFS
YVFVNGCLHWSVIDQNSRLQIVSLHLGNEEFGDIETPDLDMLSGCRLKSDYFAIGVLDESLSLVDSSRAQCVDVWLRKKN
INGNEHWIKQYSIQRELMDPYFSSSTVVQPLRYQKNAEILLQGNNSLVAYNAESNTVKFLNVAIERADSLKAFPFVGKLI
SVRVLCGQWTEQ                                                                    
>Acoe_016_00352                                                                 
MERLTQDLILDVFSRLPLICLLRVRCVSKSWHTITSGPILSTLRIQRSVTTNNLTDAIVLSCPNNSPGNQLYFAEGEPNN
PIVKKIDLSFIYGTGQILLSVVGVCNGLLCLSSYPTFRGGINAIDSLKYISLLNPITGEHKQLPTFDRPTRSLNNLRSLC
CFGFDDSQRVFKVAIFVFYGNNSINATSSALDAFKDMSEMYVYTLGSSNTWRKTVGNVPNMLYHHHANASNVFAKGALHW
ICATPVNSSEFERRIVSFNLGYENFSVIKPPEVVVVEQSLDCYSLATLGNCLSWVDVKHEDFVDIWLRKSDNGEESWIKN
FSIRKELIAPRLYARLQPIKLRENGDLLLLYTGRLVVYNAQSNICEFITINEDPRRSGAGRAFPYVGSFISCLQ      
>Acoe_016_00355                                                                 
MEEGDNNLPIPNDILVEILTRVPPTSLLRFKCVCKHWYSLIQDPIFVDNQLNQAKKRVCNPIIPKTVTLPQPRCFGDRSV
WCRIGFGYDTCSRKYKLAGWISTCWPDIEVFTLGDSWTKIKTTEEIHSPSVYHAQVIYANGALYWNDRRMQEE       
>Acoe_016_00392                                                                 
MNASRSLDTSKKQNLAEGEQCNGDHEDIISNLPDSILHYILSFLPTKYAVGTSILSQRWKFLWTSIHNFDFCDEHLFCTS
SKSINYQKRKWFFIEFVNKVLHCNDVSKIHKFSLKCRECDPAHFPTWVASIMRREIQELSIYASEEYPYMYPHCFSTFES
LRVLKIDMDISISITGSVSFPSLKVLHLTSVNFCGGLSLPEVSLRCPILEESVLDCCTCSNIKTFSIYAPTLPMLKIKGG
HVYKPTNCVVKIFAERLVSLKLKHSLSYEFSLCELSSLVDVSIDIYGTSGSVHHVASILKGIHNAKNLELSAHSVETLSR
PDVSAYFHTLARLTHLKVLDGLTTSGEKLIDLLCNMPYIESLCFPNGTHSFGFKEFGRFGTTPQCFLSHLKLVEIRPFRW
YSDEQWFLKFLIKSTRVMHKLIIKVTTRDSFSDKLPGEMSEKQIKELQMLARNSNCVIEFS                   
>Acoe_016_00393                                                                 
MSQEEKKKKKKSFFLVCKFVTQSKVMDASGSLDNSKKQKLAEGEHCNGDNEDIISNLPDSILHYILSFLPTKYAVGTSIL
SQRWKFLWTSIHNFDFCDEHLFCTSSKSVNYRKRKRFFIEFVNNVLYCNDVSKVHKFSLKCRECDPAHFRTWTSSIMRRE
VQELSISVYKEYPYMYPHCFSTFKSMRVLKIDMDISISITGSVCFPSLKVLRLTSVKFCGGLSLPEVTLRCPILEESVLK
CCTWSKIKTFSIYAPTLPMLKIEGGYDDGPTDCVVKIYAERLVSLKLKESLSFEFSLTELSSLVDVSIDIYGTSDRDHHV
ASVLKGIRSARNLKLCAHSVEILSRPAISAHFLALPRLTHLEVLHGMTTSGKKLIELLSSMPYIEYLCFPSGTHSFLFKG
YGRLIGTTPQCFLSHLKLVEIRRFGWLLEEQWFLKFLIKSARVMHKLIIKVTTRDSFSDKRPGEMPEKEIKELQMLARSS
NCVVEFS                                                                         
>Acoe_017_00106                                                                 
MENVENHKKLKLTSSSSDVSSLDDLISKLPSDLKRELFCRLPAKSLCRLKCVSKSMQSMIQDPVFVNERWSKCPPFCLEL
YTEDSYGEAVVFIQKFNQDGSGAKTRQRLTFGGTLWCLRRCNGLIAFYNDNDKLLLCNLTNRVMIRLPTIHGPSGMERFE
FGFDSSSNKYKVLTWMEDKNAEFCISDVHIRTLEKDSSWRPVEVTQQFRSLGGKPRINVNGALFWFDASEARFISFDLAD
EKFGIIKVPGEINLEDFTYSMFEIEGRLGFVELPIPDEQKRCHFEIINLWILKNTVSHQWMSMLKNTTIPLEGTNLRSYY
MEEEFTPVADISALNGDIVIAAADDDHQYIFLYSFLNGQFKLIRITGLGMRHIYVKNHVKNDVNLEEFGERVFLYNC   
>Acoe_017_00108                                                                 
MKLRIRSLESRETLKIEIPSPSSLQDLKQVIAEKISFSLESLHLSLNRKNEIIASPIDTLNTLGIASGDLIYYTRHANVF



ESETPIQNPVPRVENQPIEVSNPEETLETMNAIDGKMETLDASIVPQVPKTLETMNTSDGKIETLDPLIVPQVPETLEIH
ESTEVKPVDTCEEIDTEAENLGDSISSAPGFLQKVYKAEVGNINNNEHKMLISAVHAVLLEFGFVCVDSITGKKINGYHL
PEGWDLKTSIMSVKYTLPALVRHGEEVVETVILKFNPMGKFVSVYGSLSFKESISLKLNASRFVPSINYLCGSNCVLTGG
KSLIVGAKSVYERKVFELWKTVKDRLAIPLSIDLCVKTGLELPPCFMRLPTEVKMKIFELLPGIDILKVGSLSSELRYLS
SNDDLWKQKCVEEFSFSKSSGGPQSDWKKKYINVKKTTMGSRRSISQPRRPIFQPYPWLPNRRQSRPIPVPHFPVISGGE
SDLYPLGYRSYF                                                                    
>Acoe_017_00190                                                                 
MRVVELHKRKKLKMTHHLSCVLDSTHNIIGNDELGEFSKLPKELVVEILYKLPVTSLGIVRCVSKTFDSMIQNPEFVETY
RSKAPLRWLVFDHSELITFTIYVDNSRPSKRQALTLSVHLWSVNFYDGLLVFFNDDGKPLLHNISTQVTVELPSTHPASF
TDTECLQIGLDISSNKYKVLYWKESRDLCLSFCYVLTLEKGSAWRPVGDTPQVRGVGKKPQTCANGSLFWLDDCQQRVIL
FDLSSEMFRSINPPCVMNLHESSYSLFEFNGSLCLVQKPRKEMFHLECMWLLKDVSREKWGLMLKNTVIPVGDTDCYSRS
SLGNSLEFSDRYCEILMAAAVGKVQHIFLYNLLDRAYQHFKINELRGIRRGETYEQNDLQIAEYGTLVDASGSVEYGR  
>Acoe_017_00291                                                                 
MGTELKTEESISTTEVPNEEKPDWTELPGELLGKIGEDLPLIELLGFRSVCKDWRSASSTASAECEYITNQNPWFLLYDN
AHCRLYQPSSKKVYTIHIPELDGATCIASKEGWLLLFRGSSMFFFCPFSHAKIDLPEFPHSDLSDHIAVFSSPPTSPDCV
VCVINHESTAMELHMLQRGAEWDRYTEDYNMNTITGAVFSDGVFYFLDSKNLVLSFTIENKERVRYHIMNTSPPDRKPIH
KLPFRSLRMKCNSSSDMKQKLGLEKSDSLLTCGTVEPGDNYNVCIHNEELKAEDKEKTCHYKGVWIHPRFFQLSQNQNW 
>Acoe_017_00309                                                                 
MPLKSIIQDVRSEIGSISRRGFDVKLGYGLRSRSHRVVQDGLVPVVVIDALKQSCWANMPPELLMDVLKRIEDSESDWPP
RKHVIACAGVCRTWREITKELVKIPEVSGKLTFPISLKQPGPRDSLLQCFIKRNRNTQTYHLYLGLTQALTDNGKFLLAA
RKYRRPTCTDYIISLNADDMTKGSGTYIGKLRSNFLGTKFVIFDGQPPHAGASVSKSRSSRLVGLKQVSPRVPAGNFPVA
HVQYELNVLGSRGPRRMQCTMDAIPANAIEPGGVVPTQTEFRPSNLDSLPSLKFFRSKSSRSENFSSGPLANPKEEMLVL
KNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLVASPENGPAGQEHDKVLLQFGKVGKDLFTMDYRYPISAFQAFAICLSS
FDTKIACE                                                                        
>Acoe_017_00312                                                                 
MPFSLMAFSFPQEVLEHIFSFVQLDEDRNTISLVCKAWYEIDRWSRRKAFIGNCYALSPRILISRFPELRSISLKGKPHF
ADFNLVPEGWGGFLYPWISTMVEAYPWLEELRLKRMVVTDECLELISKSFKNFRVLVLTSCEGFSTDGLAAIAANCRNLR
ELDLRECEVDDRSSHWLSHFSESCTSLASLNIACLGGEVSLSALERVVVQSKNLRTLRLNRSVPLDKISSLLCRAPQLVD
LGTGTFYADIHPEVYSNLAGAFAGCKELKSLSGFWEVFPAYLPVVYSICTRVTSLNLSYATIQSPDLIKLISQCKNLQQL
WVLDYIEDSGLDAIAASCKDLKELRVFPSDPHGVEQNVSLTEKGLVSISEGCPKLHSVLYFCHQMSNAALCTIAKNRPNM
TRFRLCIIEPHTPDYLTSQPLDAGFGAIVQHCKNLRRLSLSGLLTDRVFEYIGAHAMKLEMLSVAFAGDSDLGLHHVLSG
CQNLRKLEIRDCPFGDKALLANVAKLETMRSLWMSSCSVSFGACKLLARKMPRLNVEVVDERGPKDSWPDDFLVERLYIY
RSVAGPRFDMPGFVLTIS                                                              
>Acoe_017_00445                                                                 
MGCCGEEDDDDIFTPLPPNNLKSRLNPSGEFTNTMAGINTNDDEVISPMNSNFSALICRDILRTIFERLPIQDLARASCV
CRIWNSIASDREIQTSVFKSVWKLKDVIGNPSSMSFWRDNSLNRFAISHRLVRGDTVTSLAIKYSVQVMDIKRLNNMMSD
HGIYSRERLLIPVSRPEMLLNGTCYIELDAHAKREVAVLYLEGCPVGHFGYLSGRTTTNKGKRVVIDSMKRSMRVDDGTA
EYYWSISNGDPRAAFSELSEDLRWEQQTGLI                                                 
>Acoe_017_00606                                                                 
MQRHHLSTPTAANSISSPPLSTPSSDLRTGRRRGNYNCGRCGQPKKGHVCQLNTTTNTNTIAATTTTITTIINDSSSVIV
SSSPTFPTSPPPPPLRHTNTQLRRALSFDDDFESLTDSDNDDDNGYTDLTEIASDSTESGLPSGILWEIMRKLPPTSLLS
AAKVCKGWRDCTKKVWKAAEELRLVVPAKSQIGFVGSVLQKCSKLVRLSLSLESDVDATMLACIAFSCPNLESLEIKMLK
KAINRLTGDELGRFVADKRCLSTLKIEGCSHLGYFNFCSSSLSTLWLSNLYSLSKTVINCPNLMELSLDFSQHENDYTDL
STMVDSFGRGCPRLQNIHIASVRLSNSVVHALTDANLRGLRMLSLVLGSGITDASVAAIASSYPNLELLDLSGSSISDGG
IGMICNELPETLSRLLLALCPNITSSGIQFATAQLPLLEVMDCGMSLCDPNSQNLDEETGSNRNNAASESNHMQKASNSK
LHLIYQKLIIKHSRLKKLSLWGCSGLDALYLNCPELDDLNLTSCTNLHPERLLLQCPSLKTVHASGCQITLVRAIRSQVC
NDFDGVDDHQYPFKRLADGSKRVRVPQFLNPQTPDFEKRKRVCIRPPCTVYVR                           
>Acoe_017_00674                                                                 
MREGQGCCIDKKSIIKRRKIEKADDILEKAANHHHIPDDILFDIIIRLPPKSLHRFKSVSKEWCSLIQDQTFQDFYYDRR
RQQANETHTIRLFVRSGDHYGFYFIDHAGIASKIGVGVMFCAATFSDPLVPACNGLICFLGGENKLRVWNPATKQIITLP
KPDFIEEDGRGPNIRLGFGFDNFSRKFKVVGCHGCSQFQVLTLGDKKWRTVEGSRIRTDFVLDKVIHVNGVLYWVNTRRR
PKVALYTMENILRGPFTITSFNLADEKFVEVPIPSDDVGFTNLGHRLCELEGHLCLISHDRNTLDMWVLITSNEQRPQWV
NQRIVLPFEMVYMDSILPIQDGEILIQCHKENCFFLCRYNQEGKVLNTTKINGLSPYLFVVGNYVESLVNL         
>Acoe_018_00037                                                                 
MRKKARTMMTTNNVKRSWSDLPSELLLIIFNRLDIKDVFWLVSSVCRSWQLACWDVLFWEVDLLNLKKLESLCNSNIVED
EFGQLDFALKKVIDSIFKHNVDILERTHRQSYRLILPSVQLSDNHLFYVAERTPNLQCISLNMSRITGKGFSRVILNWRE
LREMTMEPPSDSEYTHVIQEIGVNCRKLRSLSIVSQTDQFFFDEHKCHVIATNLPNLEKITLENGYIYKIGLQTILINCS
QLRSLMVGPCMRALDDVKITRSRRALAVNPPRFIPEPIALWLRPAASYAFIKGKRSRRQMATKVIDFIWEATEDEFGQSG
TIRKYFDV                                                                        
>Acoe_018_00038                                                                 
MKKRIRRKNNVKGSWSDIPNHLLLAIFGRLDRKDVFWRVSSVCRSWQLACWDFFFWKGRNRILKLNELESLCNSNIVEDE
FDKLGFALKKVIDSIFKYNSEILEHIHRHFYHLMLSFQLSDKLLAHVAERRCRRALEDIRITRSRRAFAANPPRFVQDPL



MLKLSVIKSSDFELVSGRQRQGSDVELVSDKQRQGSGDELVSDKQKYKKYAMFTMDVMWILTAEQMQRQPDYDEPEEEDE
DVYGKTGNRS                                                                      
>Acoe_018_00094                                                                 
MKRRVEVEDVEDVLLQQLDGNLPSDVLLNILLRLPLESLSHFRWVCTSWYNFISHSRYFAKDCTAFDNEKYVFLGCVNGL
ACFSLLTRDGVERSYYICNPITRDHVIYPAATSQQPALQHLPTYYHHHSGFGYDPDTDTYKVIRIHYSYESLLSKAEVCT
LGSRSWRSIDDVPSFRPYKSNYGVFVSGSLHWSAYEQHRMVIVSFNMSTEKFGIIPFPPSKDNLSKCRGV          
>Acoe_018_00096                                                                 
MPNRNPKSPLKKPPSWPNLWFKDKTTLKHVVFKMQLDNTNNNNNVSLSPNSKSKQQDFTKTCSTTDLFSLLSDEILLQIL
SKLPESLRNPNSLVCKRWLFLLGRLVRSVKLLDWNFLQSGRLISRFPNLTDVHLASACINDSEKSSGILLTHRLISIHLD
SDFSSGRFVCEQNLLPSVSIDRGLRILAQGCPNLRNLVLISATAEGLSSVAEECPTLQELELHDCTDLSLRGISACRNLQ
ILKLLGAVDGFYSSVISDIGLTILAHGCKRLVKLELSGCEGSYDGMISAIGQCCQMLEELTFYDQQTNIHSQPKKN    
>Acoe_018_00126                                                                 
MKIRNTTLTISASSVLPARDRIIDFGKHKGKMLGTLPSKYLKWVSKNLRARDFEQWAKLADEVLQDPVYKDRLEWEFAEN
LLTGDNHIHKGSSSSTTDTSVDDLLEFSQRFGWDYEDKLGWSRIDFSLLGTSKGCRIPRKNENSFRKKTTTNNKLMIDVG
EKREVRIERRRMKRGIKMNDLDLDLEGKNVLEEKNDVGVHQQHMRDTESVALVDNTFEKLPDHLVIEIFIRVPISDWAQV
ACVTKHWAYIFRGECLWQSALLRTWPLADQGKRWPGPIPRGLCRRRYAALYVSKHIFAFNDEIDEIMGHTYLFLKEQLEH
ATLPSSGILHGTIIDQFIACGKSRDKAHELASQIWLAVIDNMEENEHTFLLLKHLVQETDVFLPYPYSRPYKVQWRVFEK
LFTDFRDCFNRIDYYDILASAKYKFQHIPASWLGY                                             
>Acoe_019_00081                                                                 
MNEFMKTKNIFYYLRRRFVKVFWNNNSPDVLEYNNSSPDVFELGDRDVNWIDLPDNLLCLIFDKLVDIHDCVRFGTVCHS
WRSIYIENRVNLPHDCVLLMVPTQLNPEDDEREHRSFYSLSDKKVYDFKVPLPHNRFCFGSSNGWVITYSKVNFEIHMLN
PFLELNNEIMLPPMPDFEPDLGLFEATGLEIFNRVDSGSPVYKAVVAVNSISNPDYVVMVSHGQLRRLSFCICSNRFWTQ
LDSRFRLIDDIICHNDKFYALNCYGQVYAIDVNHPTPRISQIAPNHELSGKKYLVESTGFMFQVLRDVRSCRYDYYTVGF
TVLKLDRVRWRWDEVKNLGGRMFFLGDNCSLSLSVSDLPGCKPNCIYFTDDYIYRYPRPNVGPLDMGVFNLEDGRIEPHY
PTESKMIFPNPVFICTAMR                                                             
>Acoe_020_00050                                                                 
MDYFPIEITTQILSRLPVKYVFRCRSVCKTWLNIIDDRRRFAPLHFTRSLEEKEATTFIFVPSGDRRRPIYMVEVKKEQY
NYKRTQIDFCGPDYNTKYANSCYGLLCFSATPRNTGNDCYIYIHNPATREYVKLPSSFSCHQFKDVNLGFGYDHSSNAFK
VLQFLGRDGFGHSISVKAQVCTLGTNSWRQLENFPSVHCFPSTPVLINGSLHWPSYEQILSFDLGSENFGLIEYPKSNLV
PNTQFGINPVDNFRLVVLDGCLSVVISSFGEDVGIWIMKDYNVNESWIKIVIKKNYLKDRVLIKKVLPITFWKNGELLLL
YGSKILVSYGVRSGRYTLFQFEGLPACKFDFFFQSYSWSEVYPYAGNLMPMNITWRTEGQP                   
>Acoe_020_00051                                                                 
MDYLPTEITTQILSRLPVRSVYVCRCVCKTWLNIIDDCQRFAPLHFTRSLEQEEEQEATTFIFVPNGNRRPIYLVEVKQK
QYICKTTQIDFCGPDYNTKYANSCNGLLCFSSTPSNIDNEYHTYIHNPATRECVKLPSSFSCRESKKVNLGFGYDHSSNA
FKVLQFLCVRDGFGHPTSMKAQVFTLGTNSWRQLENFPCVPCYPSTPVLINGSLHWLSYEHILSFDLVSENFGLVEYPQR
NMVPTALYGFNPENNFQLVVLNGCLSITCSYPGEDIGLWIMKDYNVKESWIKLVIKRNYLKDGIFDTLKDRVLFQNVLPI
TFWKNGELLLLYGSKILISYEIESGRYTVFEFEGLLTCKFDFFFKSYSWSEVYPYVGNLMPMNITCRTEGQP        
>Acoe_020_00189                                                                 
MKSAKTSEKKEESRNWLQLPRDVMFLIFTKLGAISILYSAQSVCSSWRNFSKESDLFRSIDFRNPWEFLDENVIDVKKLA
KEAVVRSDRKLIEISLEDFCTDDLLDYIVEKSSNSIKCLRLLFCDEVSITSLIEFVRKNSLLEEFELCHSPCSGELIEEL
GRTCLQLKCFRLSCVAFRFMRVESDEEAFAIAEFMTQLRRLQLFGNKLTNNGLEAILDECTHLEYLDLRRCFNVDLRGDL
EKKCVERVKTVRFPNDLCDDYEYELVE                                                     
>Acoe_020_00200                                                                 
MVTINSFHLLEDEEKSLNQLTEVYKSIIKKNAVVTAAKREAKAKKAREKKRNWADMPRDVLSLIFMKLGAIGILYRAQSV
CSSWRKLSKDPYLFRSINLCQNEWKFLFQSLQLNINSYEAGHYMKSKNSTGNDEVAVAIADRTPHLLRLHLSGTELTDIG
LQALLDGCCYLEILDLGQCVDTNIGKELQEKCIKRIKCFVLPVVGLLPYDVTGGNDYANIAYSFDFCRGLRYPDEDEDLS
DNDDDSVFLPKKLATCYL                                                              
>Acoe_020_00211                                                                 
MLPNWSELPEELVSIISEKFNFYEDYLRFSSVCHSWRSVTLNNHKRHSQFLKYFPWLMLPADEDEEEDDHRNFFIPSENK
IRRLYLPESCGCHCWGSPYGWLVTLGFDQQFHLLNPLSRARLSLPPLSTFKDRSFTDKYPGHNRMCCVRKAIVSTDENNQ
VLLVCLIMGGSRRLALARPGDTTWTVVQYSNLHKDVIDFNGQVYTIQSRQIMLCDQVSGSGPTLIHFADFPDGVPGYEQF
YLVEFGGNLHLVVRALDDTQTQTQLPPREFHHCIETLYFEVYKLDLSTRKWDEQLETLGDYALFLGSNTSFSLKASDYPE
CKPGCIYYTDDYDENADRLVGRNMGIYNLETDIFEPLYEGDDILSRFSPPVWITPNPF                      
>Acoe_020_00229                                                                 
MESVNAKEMRNWLDLPQDVMDLIFMKLGAIDLIFRAQRVCSPWRKLAKQPQFFRCIDLRNPWRGLSDPGDAAYDPGSYFE
FEELAKEALSRCNGDLEEFSIEFFCTNELVYHIIHQSPFSLRCFRLVDCYQVSDYVLIKLLENNPFLEEIVLSCCCFTEE
TIETLALSCPLLKSFRLEYEGEKHLESDIDEDEFNREAYAVANNMPELLSLSLVGNKITNDGLEAILDGCPHLEYLDLRQ
CFCLDLKGNLLKRCVDDIKVLKLPNDSTDD                                                  
>Acoe_020_00235                                                                 
MEVNWLDLPEEITDNIARRLTDIDDYVRFGFVCKTWQSIVFSHTTKEKNWNRFSPLLLLPENENNTDQDQADNNHVRKFF
SLSSKKIVNVNLPEIQRSRCFGSPFGWLFTVGLDLNIHLMNPFTHCQVTLPSQPMFQNQYDIFIEPGKLRRMFVTKFALL
SSKPHSKHGCVVMAIYSKYSVLAFARPGDKTWTPLDCPKESHKDIYSYNGQFYAISSNGILRICEIDTPHPRTIDFMPPP



AKIKPWEMFYLVGMSGDLHLVVRLFDTDEDAPEGIYRCKAEYFEVYKLDFHSKKWIELSDLGDYALFVGTNTSFAISTSG
YPGLKRNSVYFTDDTMECYKSGGGRDMGIFDFQTKNFTHFYAGSDILSSFSPPLFFVPSWK                   
>Acoe_020_00339                                                                 
MISSRPKFKRCVNHPKWAELPSCLLNDIMDRLILLDEYVQFSAVCVSWRNVFDEDKKKKHSYSSSLPLLLVPPHSYKLEE
EVEGGGGGGGESYHISKKPRRPGRAIPNNVQKQKQLEEARRKRRLIPQTRSLYNVVTQKVCDDFEVKLPHNYYCRGSSFG
WLVTMKPKVKFGYYYKYYVQLYNPFLSYKHNIINLPPLYKILKQDGGNNDVYDGHFCYIRKAVLSWNPMFARNNFVVMAI
VSQEWKLAFYTPDNRDWTPVNWEREDTSNFEDIIYFNKTKQFYAVLPTGAVLAIDLITDQGGEAAAGEPAGPHIIPKLTQ
VAPPIHGGDAASGVRYLVETSSGELLQVHKVIHLNGSSVDDYAEIVKFQVFKLDPAKLEWTLIHDMGDTILFLGDNSSIS
RSASDFPGCKPNCIYYTDHMAMEQKTGRLYKPQDMGIYNLADGTHQQHYPMASRINFPSPIWLEPTFQRSTIFNT     
>Acoe_020_00356                                                                 
MEHYLSLGKCIQQQQQPNWSELPSCLLSEIMDRLNIIDDYVRFSAVCVSWRTVFIQESLSNKKKHCAFLPFLLIPPRPEQ
DDEEENNNYNYYKNNKNIKIIRWNRKPEPLCLLRGLYSVAREKVYNFQVQLPNNKYCRGSSFGWLLTIQNISEYDSKDYR
YIVQLQNPFNNNIIDLPSIDNIIDNDGDDTPPKLFLYIHKAVLSSDPLLTPNNYMVMAIMSCFSKLAFFKHGTKAWVPIQ
WEDEEWSYFDDLIYFNKTQQFYAVINNTGAVVAIDFNTGGIGGQSDISTPKLTQIAPPTEKYGFSRKRYIVETSSGDLLQ
VIKETEYNESRLATTYQFEVFKLDPVGVKWIQIHDIGDTSLFLGDNSSISRCVSGFPGCKPNSIYYINDSNINHQTGWRY
GCEETGIYNLNDVTVQQHYPTAYRKIFPAPIWLEPTLQR                                         
>Acoe_020_00421                                                                 
MRRHKNLKIRALEDRRKQNFITTKTNPDYKQKKKVTQEYVNRSKYPIERLFNNGFQPKFYEEYDNFCNPICYEDCEEIFD
SFNYVDSSYSESFFDDEDCEDEENLQGFEDVDIEALEEEGDETSGVMLKLPLDIFLDILSRQPIRSLARCRCVCKTWRKI
VHHPRFTSMHIDKAIQLNSNYDCNSSVSLVLHSTIYEAAFGNDIYCLEHDMGDNPDNAMIVKPRFAPSNFEFQVVGSCNG
LLCLSENLYYDPIYVCNPAIGEYVKIPEISKRTHYDIVSGFGYDEVAKEYKVIRMMFDSIDYVSEGNSSFKLEAEIYTLG
SGVWRKMGDVSYPLRGRASSAFVNGALHWLTDEFIGLSVSERIISFDVSREEFHAIPPPPGFDYVSETFHFSLCDLRKSL
CLLDYSSNDQFEIWVMKKYGVKTSWTKEYIISRQELGMDKFYLDPLKLLPNGEMLLVYNSESLVCYDPEQRTVRELGIHN
LPPRFEAFTHVGSFVSLSDIIGPSTSRRSVNNRKWYRALRPLYSHNPEVDIDDCILDYEVQQLAALLDSGVRLSDLYPDW
MRRHKNLKIRALEDRRKQNFITTKTNPDYKQKKKVTQEYVNRSKYPIERLFNNGFQPKFYEEYDNFCNPICYEDCEEIFD
SFNYVDSSYSESFFDDEDCEDEENLQGFEDVDIEALEEEGDETSGVMLKLPLDIFLDILSRQPIRSLARCRCVCKTWRKI
VHHPRFTSMHIDKAIQLNSNYDCNSSVSLVLHSTIYEAAFGNDIYCLEHDMGDNPDNAMIVKPRFAPSNFEFQVVGSCNG
LLCLSENLYYDPIYVCNPAIGEYVKIPEISKRTHYDIVSGFGYDEVAKEYKVIRMMFDSIDYVSEGNSSFKLEAEIYTLG
SGVWRKMGDVSYPLRGRASSAFVNGALHWLTDEFIGLSVSERIISFDVSREEFHAIPPPPGFDYVSETFHFSLCDLRKSL
CLLDYSSNDQFEIWVMKKYGVKTSWTKEYIISRQELGMDKFYLDPLKLLPNGEMLLVYNSESLVCYDPEQRTVRELGIHN
LPPRFEAFTHVGSFVSLSDIIGPSTSRRSVNNRKWYRALRPLYSQLSLVDPISFFPCNNKIVFDLNYMRRHKNLKIRALE
DRRKQNFITTKTNPDYKQKKKVTQEYVNRSKYPIERLFNNGFQPKFYEEYDNFCNPICYEDCEEIFDSFNYVDSSYSESF
FDDEDCEDEENLQGFEDVDIEALEEEGDETSGVMLKLPLDIFLDILSRQPIRSLARCRCVCKTWRKIVHHPRFTSMHIDK
AIQLNSNYDCNSSVSLVLHSTIYEAAFGNDIYCLEHDMGDNPDNAMIVKPRFAPSNFEFQVVGSCNGLLCLSENLYYDPI
YVCNPAIGEYVKIPEISKRTHYDIVSGFGYDEVAKEYKVIRMMFDSIDYVSEGNSSFKLEAEIYTLGSGVWRKMGDVSYP
LRGRASSAFVNGALHWLTDEFIGLSVSERIISFDVSREEFHAIPPPPGFDYVSETFHFSLCDLRKSLCLLDYSSNDQFEI
WVMKKYGVKTSWTKEYIISRQELGMDKFYLDPLKLLPNGEMLLVYNSESLVCYDPEQRTVRELGIHNLPPRFEAFTHVGS
FVSLSDIIGPSTSNPEVDIDDCILDYEVQQLAALLDSGVRLSDLYPDW                                
>Acoe_020_00471                                                                 
MSTSSSSIEQAESCSSWSQLPFDILEMVTKKFNSIEDLYSLGGVCSSWRSVALSIRKHKNKTLPWLMLTANYNHTHRDFF
SVAENKIYRSNYPKAFYDCQCWGSPFGWLVTFAYDRQTFHLLNPFSPLSPRLPLPTLRTFPSPPDRSKTLLSLFITKAVV
VVLHSHNLEESNHHDQFLVFAIYGLSKNLAYSRPGDKIWTGVTFKETTPSSSGGQLDIIHLNGQFYSVDSNGSIWLLCDV
AANAPNPPTAIPFASPPPMNELLKTICGKSGKTISLLEMDAELHLAVRFQHRNTRKTLLIEIFKCDASTREWQKLTTLGD
YALFLGTCTSISIKASDYSASICTPGCIYYCYDDYKNHAEIVPPDIGIIDVARREIEFLNVDDKRTYHFSAPAWVLPTLL
>Acoe_020_00480                                                                 
MSIEPSSKQRGDSFGNLNRANTLPIELCRKILKLVPIRDAVRTSALSRFWRSWRGVLYQKDCVLLFIA            
>Acoe_020_00497                                                                 
MRFGWCCFGRWEEFEEEKGVGGGEEIEGIMKERKLKDFYSENVEDNEIESSESRRGLGMFFRGEGSGSLWQQIAEGVCVR
SRHPHGGDEGAGSAAPALEPLVARTTEPAIGSSRNFVQYASASNQRHVKVEGLSLEGGTVRADYQHKRAKVQSNYVECHY
ESVLPLALNSSTSHADGGCSISLGPAPYENEMFMYLNSNSNNVGDEEHMDTNGDAPNMEDYEVRMDLTDDLLHMVLSFLD
HIDLCRSASVCRQWRAASAHEDFWRCLNFEDRNISAAQFADMCHRYPNATEVNIFGAPAIHLLSVKAIDTLRNLETLILG
KGQLGEAFFSALGDCVALKNLNITDATLGNGIQDIPVYHDKLRNLQIIKCRVLRISVRCPQLEVLSMKRSNMAHAVLNCP
QLQDLDVGSCHKLSDAGIRSAATSCPLLSSLDMSNCSCVTDETLREIAQICAHLRALNASYCPNITLESVRLPMLNVLKL
DNCEGITSASMVSISYSYMLEVLELDNCGLLASVSLNLQHLQTIRLVHCRKFIDLNLQCPMLSSITVSNCPSLHRITLTS
NSLQKLVLQRQESLTTLALRCQCLQEVDLTECESLTNDICDVFSDGGGCPILRSLVLDSCESLTAVRLSSTSLISLSLVS
CRAMISLELACPYLEHVYLDGCDHLERASFSPVGLRSLNLGICPKLNMLQIEAPQMVVLELKGCGVLSEASIHCPRLMSL
DASFCSQLTDDCLYATTASCPLVESLILMSCPSVGPNGLTSLRCLARLTLLDLSYTFLINLQPVFESCLQLKVLKLQACK
YLTGSSLESLYRKGALPALCELDLSYGSLCQSAIEELLACCTHLTHVSLNGCVNMHDLNWVTSRYRLSESISEMPSSEDI
QGPIQQPNRLLQNLNCVGCPNIKKVVIPLEARCVHLSSLNLSLSANLKEVDVACVNLSFLNLSNCCSLEILKLDCPRLTS
LFLQSCIIAEEALETAISQCNMLETLDVRYCPKIYPVSMGRLRSVCLSLKRIFTSLSGSMRFGWCCFGRWEEFEEEKGVG
GGEEIEGIMKERKLKDFYSENVEDNEIESSESRRGLGMFFRGEGSGSLWQQIAEGVCVRSRHPHGGDEGAGSAAPALEPL
VARTTEPAIGSSRNFVQYASASNQRHVKVEGLSLEGGTVRADYQHKRAKVQSNYVECHYESVLPLALNSSTSHADGGCSI



SLGPAPYENEMFMYLNSNSNNVGDEEHMDTNGDAPNMEDYEVRMDLTDDLLHMVLSFLDHIDLCRSASVCRQWRAASAHE
DFWRCLNFEDRNISAAQFADMCHRYPNATEVNIFGAPAIHLLSVKAIDTLRNLETLILGKGQLGEAFFSALGDCVALKNL
NITDATLGNGIQDIPVYHDKLRNLQIIKCRVLRISVRCPQLEVLSMKRSNMAHAVLNCPQLQDLDVGSCHKLSDAGIRSA
ATSCPLLSSLDMSNCSCVTDETLREIAQICAHLRALNASYCPNITLESVRLPMLNVLKLDNCEGITSASMVSISYSYMLE
VLELDNCGLLASVSLNLQHLQTIRLVHCRKFIDLNLQCPMLSSITVSNCPSLHRITLTSNSLQESLTTLALRCQCLQEVD
LTECESLTNDICDVFSDGGGCPILRSLVLDSCESLTAVRLSSTSLISLSLVSCRAMISLELACPYLEHVYLDGCDHLERA
SFSPVGLRSLNLGICPKLNMLQIEAPQMVVLELKGCGVLSEASIHCPRLMSLDASFCSQLTDDCLYATTASCPLVESLIL
MSCPSVGPNGLTSLRCLARLTLLDLSYTFLINLQPVFESCLQLKVLKLQACKYLTGSSLESLYRKGALPALCELDLSYGS
LCQSAIEELLACCTHLTHVSLNGCVNMHDLNWVTSRYRLSESISEMPSSEDIQGPIQQPNRLLQNLNCVGCPNIKKVVIP
LEARCVHLSSLNLSLSANLKEVDVACVNLSFLNLSNCCSLEILKLDCPRLTSLFLQSCIIAEEALETAISQCNMLETLDV
RYCPKIYPVSMGRLRSVCLSLKRIFTSLSGS                                                 
>Acoe_020_00586                                                                 
MSDILQIATTTSTSYSWSQLPEELLMLVAERIDYIEDFIRFGAVSKSWRSLTLVNKHHFSSIFKTKTLPWLLMLTAYSHQ
GTTFREFFSLAQNKTYRFNLPQAYGTKCWGSPFGWLITLASSGGNFQLLNPLCPHSCIPLPPLTALPRQGDHLYENGYIW
KAALFLSHSNIHFGRHCYPNRNYDHERHFLVFVIHGYYQMLAFARPGDTSWTTIKFPDEYLSQRQVDILHLNGQFYSVNS
NGCIWLLSDIFGPDLTLTRLAILPPDNGRLYETFSLIEMQGEILMAARVLHILEVEDLEPMEFQAVPKTSSIQVYKLDRG
TFSWEKMETLGDYTLFVGSGTSISVKASDYSGSDCNPGCIYFSYDDCLITGMITHDVGIFNLINQEIEPFNV        
>Acoe_021_00112                                                                 
MADLINIPHDILFNIFSRIPIKSLVQLRCVSKSWLHFITDSFVFNRHLSYSKNLKIILKDFQHFYSLDCESFDKVIEVDT
GMSKSDNDKHNVVVWGSGVGGIIVSFLGRFRKKIFLWNPCNGEHIEIHNLNMRSISYMFSAYFDPADKNYWLLAVYHDNN
VVDLSSSVFVYSVASNTWREIKSIPYSLPKRHGVLVNGSLHWVAAHRSRISTMYDLVIAFQIGCEEFREVPLPNCQNPNC
FIDVTELGGELCLVCNYGICVEAWLMKDYGVKESWTKLFNIKHPTGLHFRSLIPLCFTKDGVLLLQMDNTSLVLYHPMII
EDLFCLNIEGIPKCFEPITYYESTRGSFKSNPKE                                              
>Acoe_021_00115                                                                 
MADFINIPCDILIDIFSRIPIKSLVQLRCVSKSLLHFITDSLVFNMHVSYSKNLKILLNDFNCCYALDCISWGSSNGLIL
LSFDRRYDDKVYCLWNPYTGEYIKANLHDSEMPFNVSVYYNSTDKNYDFLVIQYHESNVYDRSSCVDIYSLASSSWREMK
SIPYRIATRHGVSVDGSLHWVAAHKSRRSYRYDLVIAFEIGGDKFREVPLPNHMNPDCFIDITELGGELCLVCNYKILAE
AWLMKDYGVTSSWTKLFSIKASPGVYFRSLMPLCFTKDGKLLLHMDDRMLALYHPIEDLFCFNIKGIPQTFVPIIYYENQ
IVMKGENNKMVL                                                                    
>Acoe_021_00131                                                                 
MEPARKKKNINEEEEGKDRISNLPKPILYHILSFLDMKYVVQTSILSNTWRYLWKTIPFLNFDYHTSGRDETHFQSFVSN
VLNKREMQNIHFFRLTYDPIISSTTRTNYIDVEILVWLLDVIYHGVQEVYLKFKCESYDMFFGVSRIFRCKSLMTLKLDL
VGKPETRDLQALDLPDTIRLPSLKTLHLQSLLFKGNEFMERIFSGCPVLETLVIRDCGLYETENVTICSTRLSYLEINSI
YSYGDLYECQITISASNLKSFKCRADYSNAFCLENVSALEYADIGLGLPSNYRDSEELLELSTYQNEKFGREMMKLFGGL
HNVKSLRLSALLLERMIESAMKGNYWEDGYFSKCSFHHLKFAEMYDIQGSVIELEFLKVLLMKATPLKKLILVTPKNPSP
DNEKRLMNFSLTLLTLPQASSSATIDII                                                    
>Acoe_021_00203                                                                 
MSLRKSFLSKKRSVSLSSKPFEELGIRNLEDNDDKAKQEIKEHQTDGDLDNSIDCWSKMLPELLGEIIQRVESSEDRWPL
RKDVVSCACVCKRWRDVTKGIVRSPLQSGKITFPSSLKQPGPRDAPLQCFIKRNKKNSTFYLYLGLTQTFMDKGKFLLAA
RRFRHGAHTEYIISLDADDLSQGSNAYVGKLSSDFLGTKFTIYDSQPPYNGAKPSSSRASRRFASKQISPQVSAGNFEIG
QISYKFNLLKSRGPRRMLCMLQCLVTRQNVEDGVKNDDEAKNITPLQNSAPNNGCMVLKNKAPRWHEHLQCWCLNFHGRV
TVASVKNFQLVASVDPSQPGAKGDDETVLLQFGKVGDDIFTMDYRQPLSAFQAFAICLTSFGTKLACE            
>Acoe_022_00129                                                                 
MDASALPPNSKMQNCLPEAVLLHILSFLPTKFAVGTSILSTKWRYLWISIPILDFCDHLLFSTKSTSEGQNDTQLTFMNF
VDRVLLFHKADLLKFCLTCKTTHDPSRVNAWISTVIMRKVRELIIDVILKDSFAFPKCLFKCEALTVLKVEMDAVLNIPA
SITFPSLKILHCRHVGFLYDQLNEEVTLIFPTLEEFIMDGCAWLEIKSVNIYAPLLKRLDIDDDSNYGTSFYDMNIYAET
LTSLKLSSCICTYTLQNLPLIVDASIDLSSWETEKFGNIVDKLLKKICNVKDLKVWGDVIKVLSSNMPIFSNVVNLDVVI
ADSLGSGHMLNLLHKMPKIESLVFSCGLYNCYDAEQLLTLTTLPQYFLAYLKSVEIRPFFGNKIELCIVKFLLKNARLLE
KLTIISVSLLSRDLKRQMDVSKQLLLLPRASATCVINFS                                         
>Acoe_022_00152                                                                 
MDGLPQEIRSHIVSFLPTKEAIRTSILSKKWKTVCSSLSNFNFEQSYSKEGKQLSLQQFIEIIYQTLGQHDESDINIFQL
NLNDFLQNPDEFVPHIYKWISFATSHNVHQLHLFGSAEGLKMLPFCLVSCNSLTVLSLTCINLILSSTNIIRLPNLKTLD
LCSVTFSDVGVTNQLFSSCPALESLTISYCFWTNSFNVLTISSPNLKDFTLGYFECFQEIDLSTKNLQKLFYQGLSPNLK
TEIISTRGPL                                                                      
>Acoe_022_00156                                                                 
MDRISYLPEEIQSQIVSYLTTEEAVRTSILSRQWRKVVTTLSCLYFNQILFQREEKRTNENFKDFVYQTLDHIHDNSDIQ
KMRLDVKFEDAFVPHINEWKAFAVSHSVRELVLNIYFHKAILEELPLCLFTCKSLTSLTLKHVVLVLPTTVEFINLKALT
LMFVAFSDENVPDKLFASCSVLEHLEIIDCYLKNLNVLTISAPKLKFLDFYSFNFVREIKFSYETLNQIIYRGNVLQVNS
GTFVNLCNASFTFVYPPKSMRLYTYDKEFERQVRKSPIKLLADLPKHGQIITDGLLC                       
>Acoe_022_00158                                                                 
MDIISYLPHEIRNHILSFLPTEDAIRTSILSTQWRKVTSTLSTFNFYRRDNGEDFNNFVTQTLSLHDDSDIEKFEISSLN
IDDSFVSHISDWISFAVTHNVRTLQLMIFTGEIENLPFCLFTCKTLTTLTLCSVNLVSPMVVKLPSLKVCMFFSVKFSEE



SLTNTFFSNCPLLEDLNILNCSFINHNKVAILSPNLKILETLLCLLTVNSRFVLKFSIKLYIEVIQDVLI          
>Acoe_022_00167                                                                 
MKRQKKNSCSSDQEEEMDRISDLPDPTQAHIVSFLSMKDAIRTSILSKRWRNVYKSFPNLNFNQEYFEENYNTRDFKNIV
NQFLNCHDESNIHKFSLLTSVDNSSYHHILEWISFAVNHNVQELVLDFDNDKLNSLPCCLFTCQSLTLLSLNFINLNLPT
HTEFPMLKTLKLRFVRLYGEDPLNQLISSCPVLEDFLMQACVWDSQTALNISAPTLKSLKINVLISTRAIKISASNLREI
CYLGIPPDITSETLSSLYNAIFDFLEPFSKNDTNLDILGHNVCKIFKGLQNVSKLRFGFEHWYIEYLTRVQDIFTSCPTS
CGSLKDLTLDISRTKNHVRVITFLLKSYPNLQTLSISVKEIITRYLDVYNMERYLPSQELSAGGVLNHLKTVTINSFGGS
KCELDLMRYLLGNATALEEMKIIYSGKLKEDLVKQTVVRDKCSVITKVSPSAVISFPI                      
>Acoe_022_00171                                                                 
MNYNTNNNNDTDRLTSLPKPIRNHILSFLPIQDIIRIRTLSTKWLNICSFLTHYDFNQLSFPNRTFIDNFTFKDFIYQTL
LQHNSSDISKLKLSIHIDHYHHSSVIDIYTWISFAIRHNVKEIDFIVLSGKIETFPTCLFTSKSLDKLYLENVTKFKVPL
WVKCFTNLRSLSIVSVEFWDDKEGIRLFSSCDLLEELTIINCYFKNLDLLKFPGKKLKYLKLLGLSRFIEVDIDFPNLRR
LVYSGRVPIISFQTLLSLHYVEFDLALPPRNANGEDRGLIEYRVSKILEGLRNVRELTLEGLCIELLTRDSHLLERLPVS
CSSLNHLKLALYPDTNQVNIVMSLLRRFPNLQTLYIYMKVLTLTNMAKFGGHQQSQEPSLESTFNCLRKVEIKYFGESKS
ELELVKYLLGNGTVMEEMTITYSQHKKTDRTSREATKEKLMTFTRASPKVEIMFS                         
>Acoe_022_00177                                                                 
MADCGGRDQISSLPDGILCCILGFLPILEAVRTCILSRRWRPVWRLSHHMRKLDMTGFKGLKENRRYTGKETRMAITTAL
NMEQILLLSKFH                                                                    
>Acoe_022_00214                                                                 
MMRIVKRQRLVTTVESNKKMNHHHELPEEIMHDILSRLPAESLYQCCRFVSKDWFNLIKDPDFINLHLSRINNKHASSNG
LIALCHKKNQFFNLLDENNHPTPTPTTSISFKALKIHLDLPLLSQSQTIKIVGSANGLMCLSILPQDDLFYICNPVTGEI
LQLPIAPGIAPYCENYNLELVYPSSSGFGFHAATNTYKIVRTWFFRVKGSVGLIKTGIEIYNVASGVWRWIDQLVISKIM
CHMNVSLLFLNEALHWQINYTYDQSYIGVIGIGDETFTTFENPIVDYEIESRGLCSLRQCLCLIHKRYDKHIVVWIMKQY
GMVQSWTKERVISRQMFGSIKTLSFYPLNTMKNEIVIVDSSGDYQGYYDIEKQEVKEILIHGTHSSRWDSQIVPHVGSLI
SPRSIACTNDIHQVSSAKSRKPIRFRLKKNVKKPP                                             
>Acoe_022_00215                                                                 
MQHVRVLSHQGPVHKLGDSQMTLSPKFRLAPIEPASLLQLNMESELLACGEPLIPGLPDDIALDCLLRLPVQSHPSCRVV
CKRWHLLLGTKERFFSKRKELGYQNPWLFIFTYQKGTGKMQWQVLDLTNMSWHTIPPMPCKERICPNGLSCVSIPHKGTL
FVCGGTVSDMDCPLNLVLKYEIHKNRWSVMNKMSTARSFFASGIIDGMVYVAGGNSSELYELESAEVLDPIKGNWKSIAN
MGANMASYDAAVLNGKLFVTEGWLWPFLFSPRGQVYDPRSNSWETMSASLREGWTGLSVAIDGHLFVVSEHERMKLKVYD
MKTDSWDIVAGSPLPEEICKPFSINSFECRIYVIGYSLHVAIGHLRKMNLKCTSRKKWCYLVEWEIINAPQAFCGWSPSS
SQVVLG                                                                          
>Acoe_022_00217                                                                 
MERELQANGGEQLIPGLPDDISLDCLLRLPVENHPSCRVVCKRWYLLLGTKERFFSRRKMLGFRNPWLFIFTYQKCPGKI
QWQVLDLTNMSWHTIPPMPCKEPICPHGFRCVSIPHEGTLFVSGVTLSSMDCPLNLVLKYEIHRNRWSVMNKMSTARSFF
AAGFIDGMFYVAGGNCSELFELDSAEVFDPIKGSWNSIASMGVNMASFDAAVLNGKFFVTEGWLWPFLYSPRGQVYNPRS
NSWETMSPSLREGWTGMSTVIDGHLFVVSNCEKAKLKVYDVKTDSWDIVAGSPLPDEICKPFSITSGDWRIYVVGQNLHV
AIGHLRMLKLRCASEKEWNYLVEWQIVHAPQASCSWSPSSSQVLLG                                  
>Acoe_022_00266                                                                 
MASSQLPYELILEILSRVPSQSLARFRCVCKPWCDLIHDSSFSKLRVFRAIERGDDVVNLLVHKNILVSKKQLFKNKVQT
THNIIDSKGNYISFGDGAGLFRKSLIYYVEGTSFDFGFEVENPFSKSFSSIGSNIAGSCNGIVCLVRDNVVCLWNPCTAE
YKIANFNEDIYLHMFILGFGYDASKDDYKIVWIYNSGKYECKVNIYSLKDATWSTMSKVPYEIQNKLHEPGIFLNGGLHW
IAKSKVSCYEIVICFNVEENVFREIPKPDCVDERAHIILGILGRQLCMLSKYFGTDIEIWVMKDYGQNDSWTKLFAIDET
IMGYAKNSYPSFDEQYPTPLCFANNDEVLLRDDRGLLLYGSEKKSAKNVKIHGIGDGFYHCAVVTHVPSLVSLHSGTYMG
TDHEDERKVNKRMFKGPDK                                                             
>Acoe_023_00051                                                                 
METEMEMDLDKMSHLPEHISERILLCLPVKDAVRTSALSRQWRYRWTTLPIVKYYDNVLIKNDLVRAVDHVLLLHTGQIQ
TFELYLERTPCFGEIDGWILFLSRNCVRKIILEFQNCDPYKLPSHLFVCDLDYLEEDVLENLISNCPLLNNLILSNISGC
SCLNICAPDLRDLNIISKAQDICLTGMTKLASVSISLESLPGDKKIDLIEFLNSLPAIEMLWIKSHFLKYMVMDYFPDIT
PLVDVPLSYLSVRVDFRDVKEISTTLCLFKCFPHVKAVELLAHKTKKCCEPNTSNWKAMCLMNFTFNQLKHVIFTGFYGF
KSELDIINLILSNAPVLETMTIKSRSPDEGLKASKELLKFKRASAQLQIFLDP                           
>Acoe_023_00105                                                                 
MDASPLHYLPQDTLHHIFSNLPLRQIIICRSVCKFFNQTLTSSSFLTLISTRSPLRLIALRPSHHHHHYLHHHRHVSSHP
FLNVYDPNLNQWMKFSLDFLPCKIPIPVASSLGLVYIWADSPDSSKSLVVCNPLTREFQYLPQLGSAWSRHGTVLVGSNR
RVLVLTELAALYFSGSGSWLNFSSNLPSKPRSPILVSDSVFALCDVGSPWRSQWKLFSCKLAELEKSQGWNRLEKHEWGD
VFDILKRPRLIQGMKNKILMVGGLKSSFSLTASCTTILILRLDLDTLEWDEAGRMPLEMFKSFQDSSKFKVFGGEDRVCF
SARRVKGLVMWDCVAQAGKGEWKWIDGVPGNGDGLCRGFVFEAKLNVAP                               
>Acoe_023_00139                                                                 
MSFRSIVRDVRDGFGSLSRRSFDVRLSGHNRGKSQSSVHELNDQPLVIQHSRWASLPPELLRDVIKRLEASETTWPSRKH
VVACAAVCRSWREMCQEIVRSPEFCGKLTFPVSLKQPGPRDGTIQCFIKRDKSNLTYHLFLCLSPALLVENGKFLLSAKR
NRRTTCTEYVISMDADNISRSSNTYIGKLRSNFLGTKFIIYDTQPPYTGAMVPAPGRSSRRFYSKKVSPKVPTGSYNIAQ
VTYELNVLGTRGPRRMHCSMHSIPASALDAGGIVPGQPELLPRCLEDSFRSISFSKSIDQSVEFSSSRFSDIVGTRDDDE



EGKERPLVLRNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLIAATQPPAGAPTPSQPAPPEHDKVILQFGKVGKDMFTMD
YRYPLSAFQAFAICLSSFDTKLACE                                                       
>Acoe_024_00038                                                                 
MELPEHLLVLILIWLPVKSLLRFKSVCKYWYALIKSSNFINHHLLHNNCSSSSSSFSCSIISKGLICWKTKPHCEFISLS
GDLFENLVHLDFAKDQLGSYKSSILVGQLTFVNSCNGIICLHTYFSPDVTLWNPATKQLRPLPLPPIAPRSSFPRKFVTT
PLFGFDVRTKDYKVAIFIQKLDEPWDDKPNSVVQVYNLSTDSWRIIHKDFLLPFDNISTSDPNVVYRNGICFCCGTYKSN
GFIWKRWLLISFNFTTEVIRTMLMPMQDTHDTISIYALDSLDDNIICISRRRWEKYTYDKWVLHGYGTVNESWTKLYTYE
SFPDIHPIKFSKNKDFLVLGINVGALFLCNLVTQEMQDLDPSCMGEFVFYNESLVSIKGLIGGADREICLFLDTSEDDYE
SEKEEGDMEGERDESEEENESPEDREIKEDLEKKILNELDVGLKLEFEPSSSK                           
>Acoe_024_00039                                                                 
MELPEHLLVLILIWLPVKSLLRFKSVCKYWYALIKSSNFINHHLLHNNCSSSSSSFSCSIISKGLICWKTKPHCEFISLS
GDLFENLVHLDFAKDQLGSYKSSILVGQLTFVNSCNGIICLHTYFSPDVTLWNPATKQLRPLPLPPIAPRSSFPRKFVTT
PLFGFDVRTKDYKVAIFIEKKDEPWDDKPNSVVQVYNLSTDSWRIIHKDFLLPFDNISTSRPNVVYKNGICFCCGTYKSN
EFVWKHWVLISFNFTTEVIRTTLMPVPDTHDTICMYALDFFDDNIVCLSRGRWEKHTYDKWVLHGYGTVNESWTKLYTYE
SFPDIRPIKFSKNKDFLVLGINVGALFLCNLVTQEMQDLDPSCIGEFVFYNESLVSIKGLIGGADREICLQFLDTSEDDY
ESEKEEGYTEEERDESDEENESPEDREIKEDLEKKILNELDVGLKLEFEPSSSKMELPEHLLVLILIWLPVKSLLRFKSV
CKYWYALIKSSNFINHHLLHNNCSSSSSSFSCSIISKGLICWKTKPHCEFISLSGDLFENLVHLDFAKDQLGSYKSSILV
GQLTFVNSCNGIICLHTYFSPDVTLWNPATKQLRPLPLPPIAPRSSFPRKFVTTPLFGFDVRTKDYKVAIFIEKKDEPWD
DKPNSVVQVYNLSTDSWRIIHKDFLLPFDNISTSRPNVVYKNGICFCCGTYKSNEFVWKHWVLISFNFTTEVIRTTLMPV
PDTHDTICMYALDFFDDNIVCLSRGRWEKHTYDKWVLHGYGTVNESWTKLYTYESFPDIRPIKFSKNKDFLVLGINVGAL
FLCNLVTQEMQDLDPSCIGEFVFYNESLVSIKGLIGGADREICLFLDTSEDDYESEKEEGYTEEERDESDEENESPEDRE
IKEDLEKKILNELDVGLKLEFEPSSSK                                                     
>Acoe_024_00125                                                                 
MEWDSDSDGIISGDEEGGFLLSDGGPFPFAIRSLIQTSPCGFVVTDALEPDLPIIYCNAGFELVTGYSAEEIIGRNCRFL
QCRGPFAKRRHPLVDSTVVSEIRKCLNAGVEFQGDLLNFRKDGSPLMNSLRLTPIYGDENIITHIIGIQFFTEANLDLGP
LPGYLVKESARSADRFHSDLSFYRPNPAGHGNACFEHCAIFQLSDEVLSHKILSQLTPRDIASVGSVCKRLYQLTKDEDL
WRMVCQNEWGSETTRVLEAVPGAKRLGWGRLARELTTLEAAAWRKLTVAGAVEPSRCNFSACAVGNRVVLFGGEGVNMQP
MNDTFVLDLNASNPEWRNVKVSSPPPGRWGHTLSCVNGSSLVVFGGCGRQGLLNDVFVLDLDAQYPTWREISGLAPPLPR
SWHSSCTLDGTKLVVSGGCADSGVLLSDTFLLDLTMEKPIWTEIPVAWSPPSRLGHTLTVYGGRKILMFGGLAKSGPLRL
RSSDVFTMDLSEEEPCWRCVTGSGMPGAGNPAGVAPPPRLDHVAVSLPGGRILIFGGSVAGLHSASQLYLLDPTDEKPTW
RILNVPGHPPRFAWGHSTCVVGGTRAIVLGGQTGEEWMLSELHELSLTALLCDSDV                        
>Acoe_024_00142                                                                 
MTVYINKKKRRISVKAEEEEKGKLHHLSINRNKNKRRKISSKVNHETQSHLHLSNMFPHDISNNMFPHDIMVAILSRLPV
KPLLRFRSVSKSWNYLIGRDQSFINMHLSRSQIQPVENEKIIFNCDEHNSHLYSLDYNGSLERLNSLNLRLRHIRTKHNY
IWGTCNGLICAGGFPHLYIWNPSTLEYRKVQRYKGKYFLSRYGFGYDPNANDYVVVELTRKNDDRFISTVAIYSLRNHSW
KRIQNIPYKTSEYSRLGQLVNGSLHWVAHSKMFTLESEGEENEEDKFQIPENAILAFEIATGKFVEVPCPNEYRGVMLVG
QYQGNLCVFLDMRINYSFDLWVMNDYGVRESWTKIFNIRKPQNFSYRPISQIILHSSNEGSIVMQSGFYDDSLILYDPKR
RTRRRIKGIPVGINVSSYVPSIATLNAEIVL                                                 
>Acoe_024_00145                                                                 
MTVYINKKKRRISVKAEEEEKGKLHHLSINRNKNKRRKISSKVNHETQSHLHLSNMFPHDISNNMFPHDIMVAILSRLPV
KPLLRFRSVSKSWNYLIGRDQSFINMHLSRSQIQPVENEKIIFNCDEHNSHLYSLDYNGSLERLNSLNLRLRHIRGFPHL
YIWNPSTLEYRKVQRYKGKYFLSCYGFGYDPNANDYVVVELTRKNDDRFISTVAIYSLRNHSWKRIQNIPYKTSEYSRLG
QLVNGSLHWVAHSKMFTLESEENAILAFEIATGKFVEVPCPNEYCGVMLVGQYQGNLCVFLDMRINYSFDLWVMNDYGVR
ESWTKIFNIRKPQNFSYRPISQIILHSSNEGSIVMQSGFYDDSLILYDPKRRTYLIPPKQRGKGIFKSKHINRC      
>Acoe_025_00145                                                                 
MSSNNDTITELLSRLPAKSLLRFELVSKSWRNIISDNFFRRLQFQRTKAINTISGFFFQDHFDFNSKVKYLSVSSDSCST
VQHEVMNFLPEKVKLVASSNGLLCCRSSYYQKTCKRTSDVFFYVCNPATKEFVRVQWPRDSDYDQYFGFAFDQDGMENFK
LISVKMVDFLCYMFQVYSSKTKEWKKLDARNYKSDYRGYNGVRDSRVVFANGVVYWMTFGDVILAFDVEKEQSSLIILPV
HRIHRSQGLCEVCIGESEGRLHFILISEAGLRVWILDCKTKWILKHSIPLPALEKEYPGFVYNEAKSVASMVPSTYVTPF
PPWIDPLVYKDGILLVKLRSSFLNDEKNEKFETSTKIYAYNLDTRTMEELCTLDKLGFFLGFLNTIPYSMSLIPLRSA  
>Acoe_025_00164                                                                 
MTVSEDEDETLANFLESEILSEEEMKTDLPPLKKKVRFNDDNDDDEAKSSSSGCRTIISMDKNVPRLIDTGLFSKIPPEL
FHHILKFLSSEDLIACSMVCRFLNHVASDECLWHRLYCMRWGVASPTKKLREFTWKELYIQRDEEDMVQFVRNTPSEFKE
YYIQMQVAKRSQTPLPSQVNDDSIILDKTVADQISMWRVSRGLTDEVVADHACSGHTCTYYQIGNVYLCEKTGRVHGRIY
SLNVFLLCCFFNCLYYLFLFTFVGRVVLYRSPFLRQCCFFAVCGDTCREVVMDTFTGLWVCTVSGHCFDTLLSPAETEPD
AEQQGVTDEAEPFMGSGRFARAYLLGYDCVDEKELKAALRFCMTVSEDEDETLANFLESEILSEVSDQEEMKTDLPPLKK
KVRFNDDNDDDEAKSSSSGCRTIISMDKNVPRLIDTGLFSKIPPELFHHILKFLSSEDLIACSMVCRFLNHVASDECLWH
RLYCMRWGVASPTKKLREFTWKELYIQRDEEDMVQFVRNTPSEFKEYYIQMQVAKRSQTPLPSQVNDDSIILDKTVADQI
SMWRVSRGLTDEVVADHACSGHTCTYYQIGNVYLCEKTGRVHVCGDTCREVVMDTFTGLWVCTVSGHCFDTLLSPAETEP
DAEQQGVTDEAEPFMGSGRFARAYLLGYDCVDEKELKAALRFCMTVSEDEDETLANFLESEILSEVSDQEEMKTDLPPLK
KKVRFNDDNDDDEAKSSSSGCRTIISMDKNVPRLIDTGLFSKIPPELFHHILKFLSSEDLIACSMVCRFLNHVASDECLW
HRLYCMRWGVASPTKKLREFTWKELYIQRDEEDMVQFVRNTPSEFKEYYIQMQVAKRSQTPLPSQVNDDSIILDKTVADQ



ISMWRVSRGLTDEVVADHACSGHTCTYYQIGNVYLCEKTGRVHVCGDTCREVVMDTFTGLWVCTVSGHCFDTLLSPAETE
PDAQGVTDEAEPFMGSGRFARAYLLGYDCVDEKELKAALRFCMTVSEDEDETLANFLESEILSEVSDQEEMKTDLPPLKK
KVRFNDDNDDDEAKSSSSGCRTIISMDKNVPRLIDTGLFSKIPPELFHHILKFLSSEDLIACSMVCRFLNHVASDECLWH
RLYCMRWGVASPTKKLREFTWKELYIQRDEEDMVQFVRNTPSEFKEYYIQMQVAKRSQTPLPSQVNDDSIILDKTVADQI
SMWRVSRGLTDEVVADHACSGHTCTYYQIGNVYLCEKTGRVHVCGDTCREVVMDTFTGLWVCTVSGHCFDTLLSPAETEP
DAEQQGVTDEAEPFMGSGRFGKASNQCLYFCVIVMYECLVMTVSEDEDETLANFLESEILSEEEMKTDLPPLKKKVRFND
DNDDDEAKSSSSGCRTIISMDKNVPRLIDTGLFSKIPPELFHHILKFLSSEDLIACSMVCRFLNHVASDECLWHRLYCMR
WGVASPTKKLREFTWKELYIQRDEEDMVQFVRNTPSEFKEYYIQMQVAKRSQTPLPSQVNDDSIILDKTVADQISMWRVS
RGLTDEVVADHACSGHTCTYYQIGNVYLCEKTGRVHVCGDTCREVVMDTFTGLWVCTVSGHCFDTLLSPAETEPDAEQQG
VTDEAEPFMGSGRFARAYLLGYDCVDEKELKAALRFCMTVSEDEDETLANFLESEILSEEEMKTDLPPLKKKVRFNDDND
DDEAKSSSSGCRTIISMDKNVPRLIDTGLFSKIPPELFHHILKFLSSEDLIACSMVCRFLNHVASDECLWHRLYCMRWGV
ASPTKKLREFTWKELYIQRDEEDMVQFVRNTPSEFKEYYIQMQVAKRSQTPLPSQVNDDSIILDKTVADQISMWRVSRGL
TDEVVADHACSGHTCTYYQIGNVYLCEKTGRVHVCGDTCREVVMDTFTGLWVCTVSGHCFDTLLSPAETEPDAQGVTDEA
EPFMGSGRFARAYLLGYDCVDEKELKAALRFCMTVSEDEDETLANFLESEILSEVSDQEEMKTDLPPLKKKVRFNDDNDD
DEAKSSSSGCRTIISMDKNVPRLIDTGLFSKIPPELFHHILKFLSSEDLIACSMVCRFLNHVASDECLWHRLYCMRWGVA
SPTKKLREFTWKELYIQRDEEDMVQFVRNTPSEFKEYYIQMQVAKRSQTPLPSQVNDDSIILDKTVADQISMWRVSRGLT
DEVVADHACSGHTCTYYQIGNVYLCEKTGRVHGLRFCVNVVSLQYVVIHAGKLSWILLRVFGCVQFLATVLIHCSHLQKQ
SQMPNSKG                                                                        
>Acoe_025_00234                                                                 
MCSFHKQLDNMELFLAEDLTYEILLYLPIASLTRFKSVCKSWLSLIESSKFITQHHQQQFEENLFVLTSSFIESPEFSIG
ISLLSGIKFHVSHNFDLPQPFTMTDQYVNLIASCNGIICLEHCCNLEPTKQDFFLLNPATKQFKLLPTSPLPKSTEELRV
NVICAGFGFDSKTNAYKVVRVAATSIRSFDTRVDIYSSSTNSWRTIDVVVPEGFTYNYKYLKIPFRKEIYCWLGQEVLSG
EDDTLTLLNTIITFDFSKEVFETMALPNVYSVVDDDGGGQFGLELALLRGNIACIGRTKFQTLEDKLEWSIWMLNEYGVK
DSWTKLYTVSLDYNVYPISIFKNEEIICRRRPYNFKAELELLLFYPVTQDGKSLRFFLSKLFNMNSRLLFTRRA      
>Acoe_025_00290                                                                 
MDGFLPEELIYQILIRVDALSLLRFKIVCKHWRFLISDSKFKHAHLRYSNNKPDQVIFSWIHNMRLTFPYDDINCYSINM
KENIMRPQEIQFPGEDQLRLRYSCNGLLLLQPQHRYHDNLIIYNPVTRARTDLPPASDYCPNLYLESCHEWALVHDTYSR
KYKVFGIKSTVEYFVFTQGQTDWKYLHKLETPYGREFTDTDYSEVMCLENKLYWTATMGTGKSRGMCSIYSIDVTDDELM
TSTGIPFKVNTFHRLSEVSGSLYITNIFGNGLETWVLKDRDKNLWSKCCRICYGAHLLINPYLGTFVVPRDIKDSTSFLD
HIRFFLFDDDDRLTMYDVKNKEMTKIALKHKKGSIEGRHYFHINSLLSWE                              
>Acoe_026_00013                                                                 
MEGEDRISFLPDELIIHILSFLNMNHAVSTSVLSKSWRYLWTFNPRMCFDFETFQPQLCNFASKETANTYIRVNPYIRNF
ASNRNNYVAVIDHCIQQYQAKKLQTLSIRLDVSNEDALLEMKTWLDFAIDKKVEDLKLYNISELFSLSDIKCFDSLKSLC
LRDVEAFDGAIETLLSKCTCLQKLDLAISIKPNWNKLYISLPELQHLSIHFIRYHSLEIYAPNLLSLK            
>Acoe_026_00124                                                                 
MRSKRLLWKNPVGISSSLPQEILIEIFLRLPVKSLLRCKCLSKLWFRLIKSHYFVNLHMEHVNQNKPSILFTSILDSADI
YIRLRSLDYEACNILKRKTFELNDEKGVIKTKKFFLPRKFVIAGSCNGLVCLWDYKDEIVYAICYPRTINVPYDTTKFDG
LPDYGVIWHDLGFGHDPITNTYKVVRVDIPDPDITHCKVYVYALGKKEWKRISTPFRLSYSYKKPPFVNGALHWIRMRNF
YVQTDNAQTVDSIISFDVGSEEFRELPWIPESIVKHIKSFCMGVLQGCLSVFSSNYVEGLFDIWLMKDYGVKESWTKLHS
ICPGVQSIRWVEPMVIGSNGEIFLKVQKENPNRRHYMYAYDPRNKSVNEYVRGFIRWTDACPYVESLISIASCSGKKMKE
YNNTNVGKNGLKTTFLSKSQKKISKKALFTGKIVKWKLRRHIRPPDRLNL                              
>Acoe_026_00127                                                                 
MMRRSTRLSSKKVVKSVSLPEVILIEILLRLPVRTLLRCKCVSKDWFELLSSQYFVQLHLNHAHANSIVVFTSGERYSLV
VGRSFEYERNGIKTCYKTEFPYYTSVVASCNGFVCLWDYCQSLVILCNPATREHIKVRHCLKIHPSRFSLGFGHDPVTNT
YKVVAIKNARYSCTLDDGSGEAYVYTLGTKKWRKFSTSTSLCLFGVYNVPYVNGALHWMFQSKTPVKTQCADSIIAFHLG
KEEFREIPWIQTSIANQSYQTEEVCLGELQGCLSLFYTSYNGVTHIWSMKDYGIQESWMKLHSFMVPSRCVNPSYIKPLF
IQRNSDILFELIGWLKLDWNHVNKYLYTYNRTNNNVRQYRQCELDCDGVYTYVESLVSIPTDAKLSKRRSERNRRPPDRL
NH                                                                              
>Acoe_026_00135                                                                 
MGINLPDEIILEIILCLPIKSLMRFRCVNKTWLQLFTTDPQFAQLYLNKSNRKNTTILAIRYELQQFQHKPLVYSSAVNI
RSECDKVAVPLELPFYRGGTYSYLIGGIRNGLVLVNLDDDKKKLFIWNPLTNDYIDIPYPPTTNHFPRCDEIRGFGFGLI
QATNQYKVIRFCDCKYRHFDEGVKKSHVSVYTLGIDSSWRNLKDISYYSIFRDCTAPLVNGVIHWNAFTGSNFIDDKRIL
SFDMKDEIFGEIPHPKHINANYPESFYDSVGELDGLLCMLGRDCGENIQVWVMQEYGVANSWTKQFTIGRPDICGSFTTL
QPIIVPQKEKTLPKTSILIDTITPLQLILYDPETNSVTNLKEFGLHLKEAFNYTPSLISPRVISGNGDLLAVRRKASTPK
SHLTWSYQWSYDSLFCDNKYT                                                           
>Acoe_026_00219                                                                 
MEIGSTHDDILIEILSRLPAKSVVRFQCVSKRWQNIISDPVFRRLQYHRSKSIISWFFFLGGCNEFCLSNYVPFINDQVI
AQYRIMNFIPEKSCPIASSNGLLCCRNYGVDTAIYVCNPAIEKYVKMEVPTAVNGLAMGLLFDPFRYNMDDLSNFKLVSI
SEKNDLGFIFHIYSSEIREWRKLSGVCPCTHVLQRGGCACLASGVFYWMTCGDVIIAFDVEKETSYCITLPVTDLKSWGG
KCIGESEGSLHYITISDGCIQVWFLISCELKWILKFSVSLASMEEDHPNFLYDAANKEASIRHLPLWIEPLAFKDGNLLL
KLRLRFSTEHGNFTQLCMKFYAYNLETRTMEELCTLDESGLLYYGNRKWNELTMNNKWGLFLGALKALPYSMSLAPLCSA
>Acoe_026_00224                                                                 



MEDKKKKKDEGSILPDEMILFILLLLPIKSLMRFRCVNKTWLQLLTNDSHFAQLYLNQLIKNNNLSLLALRKQEQTLVLH
DETTLATIYSAVELRSSLVSSAIPLEVPFRSTTTNSNSNSSYYVYGICNGLVLVGLPKEKKKLFIWNPFTNDYIHIPYPP
IPYHGFDSELCSDKGTNYLGFGFINNRYKVIRFCDCYSLPPYVGSNKHVSVYTLGVDSTWRNLEEIVYDDILTDCIPPLV
NGALHWNASTDSNSDSETILSFDLKDEVFYEIPYPEYAGLNDQEIMYFNRIGELGGLLCMLGAAHSRENVEIWVMQQYGV
ANSWIKTFTIGRPEVRVSFTSCLRPVGVTQNREILLNDTGTGELILYNLETSSVINLRRQFGHHFYNAYTYTPCFISPRA
ITGGRHIM                                                                        
>Acoe_026_00233                                                                 
MESPLSSDDDILTDILSRLPAKSLVRFKCASKRWQKIISSDPVFQRKQYQRSNSVISWFFFLTRCPEFCLAECVPRINSS
LIVPLRILDFLPEQVCLIASSNGLLCCRNSGVDDVVVYVCNPVIQKYVKIEVPKDVNGEGLGFHFEPLHYAMDGSSNFKL
VSISMKVLEGYSIHIYSSDIREWRTSKEFLHINEFLFGEGHAVWASGVLYWMTFGDVILAFDVEMEKSCSINLPVPKASW
DEKCIGESGGILHYILISDGGIRVWVLNCELEWELNLSTSLTSIQEDHQIFPYDVAQKCGLLPAWIEPLGFKDGLLLLKL
RLRFSTGDGNFKEACMKLYVYNLGTRALDEVCTLDEMGLFVGNKTWDRLTNHNKWGLFISNLKTLPVSMSFAPLSSA   
>Acoe_026_00240                                                                 
MAPDKKKKSINLPDEIIFDILLCLPIKSLMRFRCVNKTWLQLLTNDPQFAPLYVHQVTSKSNKNNNNSPSLLAFRKETLK
DQTHICSAVELTACDKVVNLELPFCRGTTNPSYVLHTICNGLLLVSLADEKEKKKLLIWNPFTNDYIHIPYPPPIPKHNK
CSASGNKIRNCFGFCFHEGINQYKVIWFSDCELIIPFHNRLHVSVYTLGTDSSSWRNLKDIEYKSVRTNCAPALVNGALH
WIAFIGFLRHSPRILSFDMKDEAFKEIPLPHQIPNGTSKYFSRVGELGGLLCILLGTQHGDNFDIFVMQQYGVANSWIKH
CTIVRREILGSFLFLRTLSFTQNREILLITVAGELILYNLETNSFKLAGFGHHFYNAYTYRPSFISPRAICGGSPIM   
>Acoe_026_00322                                                                 
MEDDNTKKSILPNDVIIDILLFLLIKSLMRFRCVNKTWLRLLTNDHPHFAQSYLSKSNKNKTTILALGMEEFQDKTKIYS
AVELSLACDKAIDLELPFSAKSYFVGGIRNGLILLRIADVKNKLFIWNPFTNDYIHIPYHLHLLPIILIVVIKLPTLGLV
FFNLLISIRL                                                                      
>Acoe_026_00349                                                                 
MADFPSKDLLPSIPTSSSSSSSSSIFTQQWSQLPKDLLDSITNLLNLDDLFRFSYVCKTWNLVSSSLLPPNLNTPFLITP
HEEIKHSSTSKTVDDYPTWNKTLGFFSLYNGKNYNVDVIQMINRRICGSCNGGWLVTVHGNGEIQVLHPFSKIVIDLPPI
AKLPNVISSYDKEKKELSYTVPLKLGQEEFMKEINSDWMRDSYVYKVIMSCSDVNKGIVMALQGFRRKLAFCRVGKDKKW
TIVNGDDNARLADVTIYQGKFYTVRSSGQVFVVEGMENLCPTIKSFIRSPTHLASDKYYLVESLGKLLLVTRSRYEPEVD
CDLLEEDSDPISYETTSFTVYRLDFNGPKWVEVSNLGKDRALFVGFNQSFSLKTSDFPGCKGNCIYFTDDYVDHCLEEPV
GGHDIGVYNLASGIVQKCYPTDALVIKPSPIWFTTHSY                                          
>Acoe_026_00351                                                                 
MDRISYLPDALRLQILYFLPIEDAIATGVLSKRWQNLCFSLTNINLHQPTFERRSRGRKEFKDFVYQTLVLQDGLHIDKF
TLSVDLDDLSTIHVNSWIYFAVNRSVKEFNLSVLYGKLDRKLHWCLFTCNSLRVLTLGNVDLVLPSNIGLPKLETLKLNE
VRFYDENLTNQLLSSCPSLVELFISDCDLGNVKVLRIVGSNLKILTLLDLYPIPDVEISTSCLLELAYFGYPPNISSETL
SSLLRVDFRTVSPSNVINARRDMFYSRTSDIVMGLHNVFEMALQGFFIEYLTRVQDSLACLPTSCYSLQRLYLSMYPTDN
QVQVIVLLLSNFPNLKQLRIQVQQLMPSVRLNMDERRYSQELSSELKHLKTVDIESFQGTQCELDLVRYFLENVDAMDKL
NIVYTSQKMVDFLIQMSVREKIESFGKASSSVVVSISMDRISYLPDALRLQILYFLPIEDAIATGVLSKRWQNLCFSLTN
INLHQPTFERRSRGRKEFKDFVYQTLVLQDGLHIDKFTLSVDLDDLSTIHVNSWIYFAVNRSVKEFNLSVLYGKLDRKLH
WCLFTCNSLRVLTLGNVDLVLPSNIGLPKLETLKLNEVRFYDENLTNQLLSSCPSLVELFISDCDLGNVKVLRIVGSNLK
ILTLLDLYPIPDVEISTSCLLELAYFGYPPNISSETLSSLLRVDFRTVSPSNVINARRDMFYSRTSDIVMGLHNVFEMAL
QGFFIEYLTRVQDSLACLPTSCYSLQRLYLSMYPTDNQVQVIVLLLSNFPNLKQLRIQVRVGSNVLLNDIYILSKIKLVC
NSQLLLLIRSNNLCPQSGSTWMKGATHKNCLLS                                               
>Acoe_027_00033                                                                 
GKKKKKKKKKSRASKSETMMVILPEDVVFRILLWLPVASILQLKSVCKSWLSLIESSGFISQHLHLHLHLQEEEEEEEEE
EENVMIISHPYDYSTEPPVGIYLLSSSSGNNIFQVSEYLELPSQLPSSYKIRMQGLGDLCHCIEVIACCDGLICTEVDYG
FFFIFNPATKHFRLAFPTSSIPQYEEDQEEEDDEKFLENIPKSTDILSGGFISGFGFDFKTNDYKVVRVLQTIEYDVQMI
MHTERYNQINTQVEVYSLGTDSWTTIDADLPVLTVRPGLNINAPFRKRFFCWLGKTTHTVPASSSSSSYVELGITTIFSF
DFSKEVFETMPLPDVYSNIGDFNSVRLALLRDNIACIQWEGLLPWEKFVSNIWVLNEYGVKESWTKLYTLCLEPYTKPIG
VLNNGWIICNEHDEEASNVSKLILCDPVTQETMNLPVQGNFVFNVAVYKESLVSFKKCKSCD                  
>Acoe_027_00042                                                                 
MATTSNTGEMTVVLLPDDVVFRILLWLPVASLLRFKSVCKSWLSLIESSCFIIQHYHHLHLPNNNLLYQEEEEENILVVT
HPLLFQDQDPCFSVSVSLLSGNKFQMLQNFHLPHSSIKEGVHHVQILASCDGIVCIQYDHYRDVALLNPGTKQCRILPRS
FPLPPEVEILQGERQGTNINGGFGFDVKSNDYKLVRILEVFRGSKILKLIERQVEVYSLNNNSWTTIEDVVLPTGIFILG
SDLNAPFQNGIYCWLGRKLYSSEYGGMVRTWLTLLVSFDFSKCVFETMPLPDVYTVGEFNLRLALFKENVSCIEQPDCRL
GEKYDCNTNIIILLVFRKKERLFARKETIRKMKKSCGCVILLLKNYNLYQCNLLNNISRLLSTRRV              
>Acoe_027_00224                                                                 
MKRRRKITIPFQRITRKKTLEEDEEKRNWVYVPYDIMILIFSKLDVVQILYCAQFVCSYWLQLSKDPQLFRSVCFPNEYD
DDSNEEDSWFSPTYVEVQQLTGHLKVKHCFGAGSKSGTKLRQTLNTRRTKLMKAPVRRMVISNRILKEVVDRSCGELMEI
SVKPGWCRDNIIHYVVDKSNLLKSLRLEACSEMTDEGVLEACRKLPLLEKLELNRECTISKQVVQDIGRSCSRLNYFQLV
LQKRKIRSFFKNRPPVMCWRELNQKKRYCEEIIFAIVGSMPQLRGLCLTGLWLTNNGLQRILDGCIHLDNLDLRGCFADD
EEKDFLKTFVVKIRNLRLPSAEIPEYRRRGHKTKLTFSVLRKTIVGISHEPPHASQCDRAHVLVHRLLLHFLVQALKLLI
LDDTLLPLPSKNE                                                                   
>Acoe_027_00244                                                                 



MQKKIEDLRTSIKKTIDDNITGAFINAGKNWEDLHTDCLIKIFGRVGLESLILTIPFVCKSWYKASLDPHCWKVLDFKPI
PVNTIPRAIMVLQKMPWGYKFKNLPDVTPSSQFMKTAVNRSGGLATEVVFHTCLLRDNILEYILERCPALKTLSLPEWKH
FVRRGECLQRENDKCLLKMISKLHNLESLMTLNIVSPNLTMVLNQLHIHCPNLVTLGFQDVISDDIASAIVTLFPNIKNL
VLRGSSIWRESLILILSGCRKLELLDVSGCIGFDANDAEILKMASHIKTFKSEGAARQWELSSMHDVVWNMKTLL     
>Acoe_027_00281                                                                 
MEEGGCSLWHLLPHDILLMIIERLDFIECHCVSAVCGNWRSCCKTSKSFLMPKDTIPWLMTRKSRENKPCDAVIKLYRPS
TNKTYKIVLPEIKGMVCLYSKDGWLLLYKLKPYKYKQDNLKLCLLNPFSMDKMELPELKSEGLISMTKGTFSTHLKCPDC
VIVTTGELTSGVTFYVWKKGNDTWKEKYVQDDRFSLFSLSNIWLCDDQLYCFTKYRQCFAFDTDLNFKRRNSFRETIDMS
HNMTVYKNELFAFSMEDTLSTSFLKKISNVYKFDRFIMDWVTDDDGVSNMIWFNNRFNDDIGLVVREDCTDARRSVFLNG
LKLHGCQIKPSSEEVHFNTSGFKFVYAFTMNNMLGLREHSFMEREQQRKSREQKWLLRGFRKGEILRKGLAPFIVYGRKQ
GIWNWVNVA                                                                       
>Acoe_027_00283                                                                 
MEEEGGCSLWHLLPHDILLMIIERLDFIECHCVSAVCGNWRSCCKTSKSFLMPKDTIPWLMTRKSRKNKPCDAVIKLYRP
STNKTYKIVLPEIKGMVCLYSKDGWLLLYKLKPYKYKRDNLKLFLLNPFSMDKMELPELKSEALISITKGTFSTHSKCPD
CVIVIIGKLTIAVTLYVWKKGNDTWKEKYVHDDHVCLYSIGNIWLCDDQLYCFSKYGHCCVYDTDLNFKRRNSFRERIDM
SHNMTVYKNELFAFSMKDTFVNAFQKPISNVYKFDHFIMDWVTDDDGVSSMIWFNNRLNDDIGFVTKEECTEARRSVLLN
GLKLNGCQIKPSTEEVYYKTGGFKFVYDFTLNNMLGSKKLSFLEREQQRKSREGWLRKRVCNGEIIRKGHLISFPLNFSR
KV                                                                              
>Acoe_027_00365                                                                 
MVVNNNDKKRRRIYAKDDNEEVKQQQVVLSNKLADDIMFEILSRLPAESLIRFRFVSKSWNNLIKKDHIFINMHLVRAQI
QQQSNIMLKVHYTYRIYSLDYQNSWPLQKLNQRLFGGLSSYGFGYNCITNDYVVLELTCSFRHLKKNQFRSTVAIYSLRN
NLWRRIRNIPYQAISHRSGQLVNASLHWVAYSKPPTIPNDMDVEDRVLIAFEISSEKIRELPLPDLVFHEDKDWAVNEFQ
GKLCIFRTTGNRMMLQYFDMWVMENYGVKESWTKVFNIQKPPLFFSRDVLCTTKLGRFYSNEIGTT              
>Acoe_027_00405                                                                 
MVKKRKKNRDDYRMGKGKKRNRGRKKYTSLPLLSSSDMIVEILSRLPVKTTCRFKCVCKHWQSLITDRTRWKLLPPLTGF
FYKQNFQPNPVDKNKNEINFYNFGSQINSTDIQFDTTLSFLERPTLAPVASYKGFVLCVEKSNQGTFFAFHCLQFVLCNP
LTKQWTLLPKPLKPHHWYHIKNVVLFCYDNVESHGGQMEFMVVSLYFCSKNALELEIYSSETGEWKESIVSHQLHYFSPC
GGHVVFDGSIYFCNIYHRNVCVYDLKEKSTCSLKMPTGEYKPAFHGCLGVSSGTLCFAETNITCFSVWVLVDGVEWVLKH
RIEYESFMNLDEFSNILTYGHELWPLAFHPENYMVLARSSYRRNIVLYHIEGGKIEPINNIDIDAPYPVIPYHRIPAWPL
CIMNTK                                                                          
>Acoe_027_00417                                                                 
MEVELIIKEDECRIESCERRWEDLPMEILTNIFKRLDVWDLIFLVPLVCRWWSSASMDPTCWMVLDLRLYANYYYDNVFE
GNNRIRNYEYHVREVIRAAVNRAGKHILHLIFPCNYHFSDELLIYISERSPRLKRLVLPSFPEIDGTSKVLRNWSQLEAI
SGWFPIRGRGYSHVNLKDILDQIGVNCKKLTELRLHGEIHGPDAIAIATNIPKLEFLDISMSNLSQVALSYLLENCRQLK
HLNISHCNQVEEANILHFPEYHERNIFDSDLIQAAASLLDICYCSRQIDDFCEMCNFVESKPYWSCLYEVWMLGELGYAC
DMKILIHDKFIPFYIVAVLTDDKPRFYHYFNTWIRRENKIQYQKLYPELFQKRKDMEKKNMKMELKKMEMTKKSYPCCGI
M                                                                               
>Acoe_028_00001                                                                 
MTINSLDRLSSLPVELIHKIFRYLPIRDVVRASVLSTFWRYIWMYIPELVIDTHSIPSSSDVPIGKKFADVVNHVLSLHK
GDTSRFEIRKIAECYCCPEDIVRWILLLEKKQVKELILELPFWNEEYKFPSSLYWAHNLSLLKLHNCAMSLPSHTKGFSN
LVSLELNSATFTNETIASIISYSPLKNLVLIDCYGFTCLNIYSTTLLEFRIFGFYESINFGNIPNLEYAVMGMNSLPKNV
QLPTNKRLEDVLGDLIKVQKLRVLGGFLKVIEFLPYLKVACFKYFVYQQ                               
>Acoe_028_00021                                                                 
MKSRKKLASSSNSPSGDENNDRLSSLPQEILQHIISFDVDAKQVIQMSILSKRWRYFWTSLISISINSNVFYSYPSYRDK
NKKYISFDDFVIKVLRGGSPNDIHKLKVFSSNHKCSNINSYVCIAVQRNVQELILSFDRPCFKKLDLGGSLIFSCKSLTS
LVLELDINGKENCVKLKLPGLVDMPVLKNLKLQFIAMLSTEFFGKFFSGCPVLERLEFSNCEFDESKDDLVISGIQLKHL
VIEECLSEDDFCGLRIVVSAPNLISFKCVDYMLNDYHFKDLSCLETVYVDMCASYIDDDAEAYYGFEVEEAERTLGVLKG
LYNVKSLTLAPRVLKEVSRAQDILNRPPVSFDNLKYLEVTWISEDHMQAIKYIFENCQNIETFVIGNVGRKGDVATIPEY
WGQQFMLQCLKRIKIQYVTGSIDELDFLKIFLKTAVSLEKISLFTFKEVSASNEERKIFAEGILTCPRASSNVEILVIMK
SRKKLASSSNSPSGDENNDRLSSLPQEILQHIISFDVDAKQVIQMSILSKRWRYFWTSLISISINSNVFYSYPSYRDKNK
KYISFDDFVIKVLRGGSPNDIHKLKVFSSNHKCSNINSYVCIAVQRNVQELILSFDRPCFKKLDLGGSLIFSCKSLTSLV
LELDINGKENCVKLKLPGLVDMPVLKNLKLQFIAMLSTEFFGKFFSGCPVLERLEFSNCEFDESKDDLVISGIQLKHLVI
EECLSEDDFCGLRIVVSAPNLISFKCVDYMLNDYHFKDLSCLETVYVDMCASYIDDDAEAYYGFEVEEAERTLGVLKGLY
NVKSLTLAPRVLKEVSRAQDILNRPPVSFDNLKYLEVTWISEDHMQAIKYIFENCQNIETFVIGNVGVMTNPVIHFILLL
MKSRKKLASSSNSPSGDENNDRLSSLPQEILQHIISFDVDAKQVIQMSILSKRWRYFWTSLISISINSNVFYSYPSYRDK
NKKYISFDDFVIKVLRGGSPNDIHKLKVFSSNHKCSNINSYVCIAVQRNVQELILSFDRPCFKKLDLGGSLIFSCKSLTS
LVLELDINGKENCVKLKLPGLVDMPVLKNLKLQFIAMLSTEFFGKFFSGCPVLERLEFSNCEFDESKDDLVISGIQLKHL
VIEECLSEDDFCGLRIVVSAPNLISFKCVDYMLNDYHFKDLSCLETVYVDMCASYIDDDAEAYYGFEVEEAERTLGVLKG
LYNVKSLTLAPRVLKVLYLPIPL                                                         
>Acoe_028_00133                                                                 
METISSSSKIGEKTSDDDRFSNLPKDILHHIFCNIHIKQVIQTCALSKAWRYFWTSFPSLSFIYEDKYCFGHGEFHKFVN
KVLHGRRKSPIHTLEVIDYSSRQMYFTRYIKLWIRVAVQCNVHQLTLQFDFNGGRLYVPPTLFKCKSLTSLSLLLSDKNP



LSDVLLVLPKVIDMPVLKTLRLRSISSISTKFLDKIFLGCPILKKLEIFFCEFDDYLDPIVISATQLKHLGFYGCLPGKY
TDRFQITISCPNLTSFTCNDWAFYDYYLDKLPWLESAELDMDGIDDYYDQDDKDNCTEDVVRFLEGLYGVKYLTLHSHVL
EVLHIFLLSYILSERNS                                                               
>Acoe_028_00196                                                                 
MSSMISNISEDVLMEILCKLPVKFIIQCKCVCKPWRTLVTTTRFVKFHLSQANKKSPNLLLASSFHKNFYSLDCETCDEC
VRLNLDMPPLNRISIVGSCNGLVCLSDDKSYVLLWNPSTREHVIVHYDHLGSSDYRGDRINNNERSTAVMGFGYDSFTED
YKLVKIEYFYDVYGFGTMTEFDRCEVRVSTLGTNSWRLIDDTPSPPCYIGNLFRVAHVNGVLYWVGLRGIGIELSKSIIS
FDLRTEKFGEVSWPEFEDHSYRDLGLGVLRGSLCVFSYHLEHVDIWVKMDYGLEESWSWTRQFFIARSTKYLEPLVLLKN
GEILLQMGYRSLLVYNPRNETVTVPNVRGIPDRFRTSTYVESLTSVASLMGMAGNCVVATISKGEKNEVAGNI       
>Acoe_028_00197                                                                 
MRYYLHLVVAFPDEILIEILSRLPVKSLLQFRCVSKSWLRLISSTNFVKLHLIQSIKNNPKIIIPTYEDTYSIDYETSCY
EPKEYDFPLNDQKLIGSCNGIVCLSDKEFYMALWNPATKEYIEIPFTSVEDDLMDNEREVVVGFGYDLVAQKYKVVKSVF
FYLDDEHREFEQCEVKICTVGTKEWRRIDDPPCCLTNRHMVPQVNGALHWLGGLPIAKIIAFDVGKEDFRFVPWIGSVDD
SNCDVTLGVLRDCLSTICYHGGQSEKPLDIWLMKEYGVKESWTRLFSVQMPVTGIEFCSIEPLVLRDNDELLLKSWGELY
SYDTRNDKVTVYCICDIDPYSCYAAHTHVESLVAIAPLVCTEE                                     
>Acoe_030_00068                                                                 
MESMVATDYPMVEIATNPKVLQEKLKKWSQSFFSNSTSNMETSKVRSPDTTADADWSGLPKDLLQSICERLCIVDYLRFS
AVCTYWRSIAVFPRIMLMVHNKEEPDIGNLCSLSSINDLHNPLRNIKYEMYYGSLNGFMIKSSDWAGSKQGEIHLYNPVS
GGRISLPSLPGTIPPIHIEKAIVASASNSTDDFIVVVSIWFSNDILFCREGDEEWSWIVTRKYPMSLIDITYHQCKLYAI
FSEAIEVYDLQIRKCNKHCLIIKTTFPDSSFFELQKRSKRFRRDDRYYQVYLVTTPKEELLMVTKHTPSTGAYRTMTFKV
LKLCEDDGSWYEVQSLGDQVLFLGKNSVCLMAHDVPECEANSIYFISSSTEFNGKCDTAAATAIAAVSSTLSSLHLSQSL
FFFTKPSSFPSRNFKTFSLIRASSSSKTEFNITFGTGTKESLKPNPLSEKSENPNTPSIPFLIPWIVRGEDGKLKLQSTP
PVHLLHDIANAKTTSTTPKKKKKAISSDKPVLKVEPKYSKAARRFYNENFRDPPQRLSKVLAASGVASRRSSEALIFEGR
VTVNGSVCNTPQTRVDPGRDIIYVNGNRISKKLPPKNKINQGFPKPRLFTVGRLDVATTGLIVITNDGDFAQKISHPSSG
LSKEYIAAIDGVVNKRHLVAISQGTAVEGVHCKPDSVELLPQQPDVSRPRLRIVVGCTFLVHEGRNHEVRELVKHAGLVL
YSLKRVRIGGYRLPSDLGLGKYIELKQGDLKSLGGTV                                           
>Acoe_030_00280                                                                 
MKKLCCSSDQNKDIISYLPDPIRSHIVSSLPMKDALRTKTLSRRWRNVCSSLSTLEFSQYDFRNSNSKCDFKDLVDETLH
FHDGSDIQKFSLAITIDDTYIHSRRANSWIYFALQHNVQHLTLRFWVSLPVKLLRLPCCLFTSTTLSVLHLYCYYGCDLE
WPTNIKFPMVKYFHLEEVTFYDENVTNKIFSSCTFPVLEDLLVVHCSFNSSGTLSISIPSIKFLQLIWEKDHMVNLSIPF
IRKIDYQCQSPPNMSCESLSSLLSACFQFPVPEAITNDSTFYSSVRKILIGLHNVNSLDLSEGVIESIARDPDVLAHLPG
SYCSLEELYLEIIPTENFVKVIPFLLRIYPNLKRLYISVYEPENY                                   
>Acoe_030_00313                                                                 
MEQHINMFTNIPSSSNTYTARIGSPRMDPRIWSRLPDRLLARVICFLPPPAFFRFRSISDGWNRLLSSKCFVEDYYLRIA
PRHHWFLFFKSKRPSNYIYRSNNGCHDNEVCEGYLYDPYEMKWYRLTFPLVSPGFSPAASSGGLIVWISDDAGHKTIVVC
NPVSKLFTTQVLPPTSRPRLLPAVGLFANNLTIYVMVAGDDQISPYAVKNITTERYHFDGAGIHLTWDINSTMPEKCNFE
TGRMWSEMEPPMKRDILSPSLVECKGRLFLVAKVAKYKLKVRPKTLRVWRLPSDSPKWVEIVIMPQLFYDQFIMVENGKG
FDCVGSGNFIAITVKGSDMTLLYDLLQKTWDWIPRCPFLYNGGTSNGGGGCGSGLHCLAYEPQPFTPVMDLFNHQLQSFL
AQASMANYHY                                                                      
>Acoe_030_00345                                                                 
MKLITSSNSKLGNQLRFGSYGGSREEKDGFRNDDIAIEVLSRLPIEFINKFKCVCKKWYELISHPSFRKGTKDGFTNDDI
AIEVLPIESTIKFKCVCKKWCEVLSHPSFRTSHFQSAKVLDFLPEKVVVMASCSGLLLCRNIFVVDHSSESMRTKSKPEP
MEVVLYVCNPLTKEWTSLKAGDKYENGWCYGFVHNPFY                                          
>Acoe_030_00346                                                                 
MEQLTKRSLGGGKEETKDEFANDDIAIEVLSWLPIKSTNEFKCVCKRWYELLSHPSFKSSHFHRSAKTISGLFVQGLLYC
DCCGNYIDIKVVTYISIGEDERHAVYQKVFDILPEKVVVMASCNGLLLCRNIYKVDHSSETMKAKPQEVVLYVCNPLTKE
WTALKPHYRYENGSCYGFVHNPSGSSGCPEFEVVLAERPLHVGKDPYRFKIYSSRIGAWRTSKEVCTLRHRLHAHHSCFT
NGVFYWLTFDHSILTFDLKQERSEVIKLPGHPLHTEITEGSYMCLGVSEGNLHYVCINMVELMIWVLKYDTLSPKWDLKY
VKPQLEMCHPLMKGWEWLPTSRSDPLNWRNWILRPYALQDGILYMEINGIMCSYNFKTEEINELWNLLELNAGCITATTV
IPYVKSLLQVPR                                                                    
>Acoe_033_00136                                                                 
MIMIMTMMLPEDLVFQILLWLQVSSLLRFKLVCKSWFSIIESSNFIDQQLHHHHLHLDEQNLLVVSHNRKIPSVDISFIS
PSGSGSGNIFQVWENLDIPPSPLFHNPLDYGLSVIASCNGLICAETSCFTHILVFNPATKQLKYLPELPFPDYDLSRSSR
PIIVGFGFDFKTNDYKVVRALQQQEYNESICNVIQTVVEVYNFSTNSWRTVVDAVIPVFLYHHNHGHCCINTPFQNGGIF
CWLGYLHTPEEIGTILLFDFSKEIFETMLLPDRYRVPSKFTLTLALLKENIACIEWKDLDPWGKYISYIWVLNEFGVKDS
WTKLYTVQLEPYTKPIGVFMNGELICEEQDHLGQKSKLSLCNPVSQEFRSLPFEGPIWFNVAVYKESLVNINKCIL    
>Acoe_034_00225                                                                 
MAVDWSELPKDLLQQIFTRLLLPDHYGFSSVCSSWRSVALVNRGKRFVGLIVPGGTKDSETRCLFNPLQCDYDNNKNPPK
IPVPHRYYCCGSSLGWLVLVDDNFDMNLFNPLSGAKFQLPSSTTLPPPLPAFRRFSKYYVDKALLSCDPCSANSSQNLVV
FVICGSHRRLAFCKLGDKSWRPITSISHRDYTDAIFYEQKFYAIYNPGGLVSCDVSDTHPRVIEYARRPRGEIFWHTRYL
VESKGELFQLRRNTRFDLDDEPYESDSDYDDDYDHHVNNINYGDDSEDGKVDSDNGDNIDDLRDKSDHDVANNYTGHENG
QCLSGRVEVDNHNGRKDYQNEESVYGVGDDNLKAVNNDSGNGKVHNQNGNNQIDHGEDDEHIGDKDDQSDESAHSKVDDN



HGDEQSDQGEVSDDSDGQNDDKIDLKESLRRYRTIGFKIFKLTESNRCHQCSKQCYAWEKVESLGDSAFFVGYSSSFSVS
ASDFFGCKPNSVYFTENRTPFEDTAEPIRHDLGMYNVQEKSVEAVYPIDSKPTTPPAVFWSTPVPW              
>Acoe_034_00249                                                                 
MHEGDISVLPEGCISIILSLTSPRDACVLSLVSLTFKSAADSDVVWEKFLPSDYKDIVNSSISSVNTNNFPSKKELYFRL
CDIPLLLQEGKQSLTLEKKSGKKCFMVGAKELDITWGDSPQYWKWNSHSESRFGDVAELVCVCWLNIKGKFDTRVLSPKT
VYAVYMVIKFSENTYGLDHPAADVKVEFVGGGGNSSGSRSVYLDPQCNRRPDVQHVPHRLGLLRRRFGHILRPALKTEGH
FPSERKDGWMEIELGEFYNDKGEDGEVEMGLSEIKSGHWKAGLIVQGIELRPKKNTT                       
>Acoe_034_00266                                                                 
MSIINDLDEGTLIQIICKLPIKQVLRCKSVSKSWQKLITYECIPRLTSSCPVHGLLSNPVYEKHNRDKLLNLNCTYSPSH
VISKSFSIKFSYMFDYSVPESYEFVGYCNGFNLFYDTEENLYMGVTSQPNEIIQFVVAE                     
>Acoe_034_00341                                                                 
MASGFNRPEKRSSSDRISNLPEEAIAEILKHLPIKEAVGTSKLSRSWRYQWTGIQELMFNDCVAIAQGQTTNLANLINTV
LLLHHRPITRFEVYTLSSPSSDVDRWLLVLSRKNLQHLILSFRMQTPSPYLVPSSLFTCQYLRTLELDNCKLQLPPQFKR
FSFLNRLTLIRLVYIDKRTLESLVTNSSLQSLYLLRCSLSSLSICAPNLEYCRMFGSYKSINFVDTLKLKKIGLSFNSED
TNNILADLWRFRNCPFLKDIDVHRWRCPPRLMQQEHFWNQKDAVLQHIRRVNFVHFTGMQQELGLVQFFLHKAMVLQTIN
IH                                                                              
>Acoe_035_00123                                                                 
MAERGLELLPSALLASIISELDISSICSIATTCKTLNTCASQILSFLPNFHLHDIAPSMDLLKPLLPPNPYLRSVKVDCK
KLNDLSINHLVRPSLNELCLQNCDGFTGNLLSAIGNQCKDLRSLYLGSVAEKRGHAIDMSDLEQLLGGCSLLESLSLMFD
VSLVLHYDFARLWLLASRHLTTLEIGFIPSVMVIESLSPTLGPPQPQPHIRAPVFPGIEKLCLTVDFITDALVDTISKYL
MSLTYLDLRDAPILEPTIGFDLTNSGLQQINQNGKLKHLSLVRSQEYINTHFKRVSDVGFLFMADKCSSMESISLGGFCR
VTDSGFRAILHQCSSLQMLKLSHGTHLTDLVFHDISAATSLSLTDVSLRWCSMLTNHAVVCLSKNMDLRVLDLRVGRNIG
DEAMRAIGSLRKLMILILDGSDITDTGLTYLGQEVMGSLVSLSIRGCKRLTDRCIDAIFDGSSAKALQNLDLSNIPNLTD
HGILSLAKTRVSISELRIRGCPHIGDTSVMALASMQVDDGGWHGSRLRLLDLYDCRRISALAFRWFKKPHFPRLRWFGLT
GSVNRELVDALARSRPFLHIACRGEELGTKCWDSFDSLHRHDYEEVDELEQWMLEGEVEGHYEYMAEDESDGEEMEFV  
>Acoe_035_00127                                                                 
MKKGFLKKNVTENVKVKEKINKEDLRLPKVDRLSVLPKVLLHHILSFLDIKEVLRTCILSRRWRYLWIDLHVLNIDDKFW
LDINGEVKTDKFQTYVNKFLLQRDGSNIEKFSLIYENEKSGYVVDDYMDKIYTWVVSVVRRNVEDLHLQVQYMPPLFSFC
YSTKLKTLRLTNATLPVQVEGSWCPPSLESLIIENCCHQYLEDINISALQLKYLKVINKHDSIFVGPYQCELKICAPNLT
SLECIGYMYQNYHLENLSSVVFARIDTKKYRDHNTKTFLVMALKNLFRGLVSTKSLLLSVEGIQTFADLQTLFKPVVISF
PNLKYLKLTEWRHDCFISTLAKLFEGFSCIETLVMERMKVSYKPPKQEVHWGKQLVFNCMLHKLKSVRMQNLKGCENELR
FIEVLLEKAMVLEDIAITTTKEHTSDSEKKLEEFIKKLQSLPKASSSATILCNMKKGFLKKNVTENVKVKEKINKEDLRL
PKVDRLSVLPKVLLHHILSFLDIKEVLRTCILSRRWRYLWIDLHVLNIDDKFWLDINGEVKTDKFQTYVNKFLLQRDGSN
IEKFSLIYENEKSGYVVDDYMDKIYTWVVSVVRRNVEDLHLQVQYMPPLFSFCYSTKLKTLRLTNATLPVQVEGSWCPPS
LESLIIENCCHQYLEDINISALQLKYLKVINKHDSIFVGPYQCELKICAPNLTSLECIGYMYQNYHLENLSSVVFARIDT
KKYRDHNTKTFLVMALKNLFRGLTFADLQTLFKPVVISFPNLKYLKLTEWRHDCFISTLAKLFEGFSCIETLVMERMKVS
YKPPKQEVHWGKQLVFNCMLHKLKSVRMQNLKGCENELRFIEVLLEKAMVLEDIAITTTKEHTSDSEKKLEEFIKKLQSL
PKASSSATILCNMKKGFLKKNVTENVKVKEKINKEDLRLPKVDRLSVLPKVLLHHILSFLDIKEVLRTCILSRRWRYLWI
DLHVLNIDDKFWLDINGEVKTDKFQTYVNKFLLQRDGSNIEKFSLIYENEKSGYVVDDYMDKIYTWVVSVVRRNVEDLHL
QVQYMPPLFSFCYSTKLKTLRLTNATLPVQVEGSWCPPSLESLIIENCCHQYLEDINISALQLKYLKVINKHDSIFVGPY
QCELKICAPNLTSLECIGYMYQNYHLENLSSVVFARIDTKKYRDHNTKTFLVMALKNLFRGLVSTKSLLLSVEGIQVWFM
NHLI                                                                            
>Acoe_035_00128                                                                 
MNEDDLLVDRLSILPKPIIHHILSFLDISHVIQTCVLSRKFRDLWIDLHIINIDDGYWSNEHGFLLNDEFQKFVDNTLLQ
RDNSNIQKFCLSWDRPPYDNHHIHDYMAKLVTWVICVVRRNVQQLHLQVRYMPPPCTFRYSTSLKTLKLVNAWLPIQVES
ESWFGPGLEILIIENCQHHYPKILNVNSCRLKYLMVKNEVEDFVGSCELKICAPNLTLLECVGYMYKDYCLENLSSIDTV
YLDTKVLSTANMKESLGRCLNSILTGILCANSLTLSVEGIQTSAELPTLSKSVPILFPHLKYLRLKEWRDNGYIHVLANL
FGSFSCIETLVLDRTEGPYKSAKANWAKELVANCIFCKLKSVRIQICKGCENELRFIEYLLKNAPVLDSLTIITTKVHSG
DTEELEDFSRKVRSLPRASSNAMILFP                                                     
>Acoe_035_00260                                                                 
MENTFCSGRRWEEMGLDVLVKIFLSLNIIELTSGVSRVCSSWRLACCDPVIWKIIDFGVMKSNYIKIPAPPYIWVADTSD
KFVMRTLKIAMGLSRGNCSCLIIPLDLYLKDAQLIYIAERSPHLKQLVLPTWNRITKSGICAAVRNWKELESLTMPSIRD
PPYFLDEIARSCKNFTQLKIMGHFDVLFASTIAERLPNLKVLSLRCSLLYKEALDIILDNLEHLKVLNISHSFLVEKPPP
PATKRILRQLDESIRVKASRLRIFLTCQDEFCVLCQRMITDDGYLRWYKYEKRLWMKDEV                    
>Acoe_035_00262                                                                 
MEESNHQGNQDISWNNLPTELLELILSFIFLGDCIHFRLTCKSWLSLTPPLRSNCHLKKFGSEPQQLPWLMSFPGSNKCD
CNLYHPIYSDAYTMNIPELAGAIVRNVKYGWLLMSHGETSFFCFNPLTREIIKLPDMEVSLLLAGISFSSAPTSSDFVVI
AYVASDMFVYRRGAETWSSHFLLDNEWEFSLSLCNPVFHDGVFYCLSKNGRLGLFDPKEINEESQWRVFPESTVFSHSLD
STYMKSIRSFIVEDDGEILSVFVGLQGKPIWVYKLDLSKMEWTKVDSLGNKVLFLSHTASILVSVPAGSKGIENRIYFPR
FHGNDTPFQGIYDELNSQVQSLQHKFIYPDK                                                 
>Acoe_037_00037                                                                 
MGSACSMCMKGKKRSLYNCIDDEISLEEEMSVIQIPLLEKTIIFNILTWLPAEELHNLICVCRLWLRIIKSSSFIQAHLR



RLKPGLITIEANHTISPSVLLTTNILKEQDDSIMVRELTAPSKITWSSCNGLILFGRFVDTVGKLLLANPATKRLMQLPS
PTHGTNSMFEHIFGMTYLPSIKTHKVIHWFTCAGNNKMLGWEILTIGDRTWGRLNTCHTRLQIMSETQKIVFVKYVAHWI
AVEDDDKLVVSLDMIEDEDQIHKTKLPCSFSGVDELLDIGGVLSFVSRVNNRSTHFDIWGLKDICEGHWVKQRRIRLDGV
SKNLLIVGAAALENAKVIIFRAGEPSTYRYYTYDVQLKQTRYLDFDSGKTALVLPHVDSLVSCRRLYF            
>Acoe_037_00083                                                                 
MATSCDMSDDVIFNILLWLPVVSLLRFKSVCKSWCSLIGSSGFITQHLHHRSLASKDNDTIIAFDSVQSKNDPCTSFSFS
LHSGDKFEMCGIFDLPVSYDTERSFEGLAEIIASCNGIICVYLHEGNIILWNPAIKQHKVLPQSTVTVPENEQDVRICHG
FGFDAERNHYKVVRVVSQDAFDPPKCRAEVYNLSNDTWRSIDAPFSYSILYFDPKVPYQNRIYCWLGWVSKDIDLPSILT
FDFTSEVFGTLSLPDELSGHRCCLDLSILRGNIACIHWNGRSSELHDWHFKIWVLTEYGVKESWTMLYTIRLLYHSLVLP
RKYFTSGKFFVFLEDKKCLCDPLECVCNNQYKMALCDCLTYEVSFLPIQMSKGYCENLKIVVYNESLVSIKNAYSEANRP
ACESHRATKGFRLVYSCFHLWSWSWSWSWSWSWSWSWSWSWSWLIQFQFQYFYSIFGFNCFSEIGMATSCDMPDDVIFNI
LLWLPVVSLLRFKSVCKSWCSLIGSSGFITQHLHHRSLASKDNDTIIAFDSEQSKNDPCTSFSFSLHSGDKFEMCGIFDL
PVSYDTERSFEGLAKIIASCNGIICLYLHEGNIILWNPAIKQHKVLPQSTVTVPENEQDVRISHGFGFDAERNHYKVVRV
VSQDAFDPPKCRAEVYNLSNDTWRSIDAPFSYSILYFDPNVPYQNRIYCWLGWVSKDIDLPSILTFDFTSEVFGTLSLPD
EFSGHRCCLDLSILRGNIACIHWNGRSSELHDWHFKIWVLTEYGVKESWTMLYTIRLLYHSLVLPRKFFTSGKFFVFLED
KKCLCDPLECVCNNQYKMALCDCLTYEVSFLPIQISKCYCENLKIVVYNESLVSIKNANSEANRPACEV           
>Acoe_037_00088                                                                 
MATSCDMPDDVIFNILLWLPVVSLLRFKSVCKSWCSLIGSSGFITQHLHHRSLASKDNDTIIAFDSEQSKNDPCTSFSFS
LHSGDKFEMCGIFDLPVSYDTERSFEGLAKIIASCNGIICLYLHEGNIILWNPAIKQHKVLPQSTVTVPENEQDVRISHG
FGFDAERNHYKVVRVVSQDAFDPPKCRAEVYNLSNDTWRSIDAPFSYSILYFDPNVPYQNRIYCWLGWVSKDIDLPSILT
FDFTSEVFGTLSLPDELSGHRCCLDLSILRGNIACIHWNGRSSELHDWHFKIWVLTEYGVKESWTMLYTIRLLYHSLVLP
RKFFTSGKFFVVLEDKKCLCDPLECVCNNQYKMALCDCLTYEVSFLPIQMSKSVPDNLKIVVYNESLVSIKNANSEANRP
ACEMLTFLKINGMMATSCDMPDDVIFNILLWLPVVSLLRFKSVCKSWCSLIGSSGFITQHLHHRSLASKDNDTIIAFDSE
QSKNDPCTSFSFSLHSGDKFEMCGIFDLPVSYDTERSFEGLAKIIASCNGIICLYLHEGNIILWNPAIKQHKVLPQSTVT
VPENEQDVRISHGFGFDAERNHYKVVRVVSQDAFDPPKCRAEVYNLSNDTWRSIDAPFSYSILYFDPNVPYQNRIYCWLG
WVSKDIDLPSILTFDFTSEVFGTLSLPDELSGHRCCLDLSILRGNIACIHWNGRSSELHDWHFKIWVLTEYGVKESWTML
YTIRLLYHSLVLPRKFFTSGKFFVVLEDKKCLCDPLECVCNNQYKMALCDCLTYEVSFLPIQMSKSVPDNLKIVVYNESL
VSIKNANSEANRPACEV                                                               
>Acoe_037_00101                                                                 
MNPSLTMKKSEKKKSSQEDRISDLSDELIHHIFSFLDMKDVVHTSILSNRWKTLWLSTPNLNFFLLLCHDCMDHTLDDGD
LCDSCLKKKRNFKDFIDRVLLLRGNYRIDKFNLYCTDSDVDTARLHTWILSLLDRKVQQLILEVVIYYKTWELPHKLFTS
NISVLKLCCEDFYNARARLPISICTAERIKILELNSVMFPDGIGYGGELILSCPVLETLKIARCDLSNIKVLTVSTPQLQ
RLKFVSLYTNRNKSCRVRTCTPNLKTIEVIIYTHELNSMLDYCLENLTSLASAQIGFYSYTDPNFIPRKYYPNLLVKILS
GIHNVQSLKLLGRCLQLLTGFPKAFNKLSDIFSNLKCVMLEKPESPYDQAVVKLLFGEDVQWRIERGDAYFTSYQQS   
>Acoe_037_00125                                                                 
MKREKKLKKIAKEKLPMELMMMEILSRLPDKKLFQFRCVNKTWLQQLKTTVDDPYFSNMQANHNTNNYNPNHPGILFRYQ
DSQLFYYASDYKPLMTSARVLHLSSFPNSWPSQGKAYEIVAICNGLNPIIQEHITIPSCSSLDSNINFTTTGKSDAVFGF
GFHQGTNKYKKTSEKSEFSKSHVSVYTLGRNSTWRILPTDYFYGVKYVYEPTSRTLGSYAIVSFNMKDEFFQEIPQPMGF
DYHYAPSMRLGGMGGYLSMKEYGVLESWTKQYVIGKPEIPGSFSWLFLVGDVNDGEIIITKSQKEFILYNPKTNSIRNLY
TSQLLLKDSYTYVGSLVSPKVIDRRKIRGTM                                                 
>Acoe_037_00127                                                                 
MMKRKEGLPMEMVMEILLRLPVKSLLRFRCVCKTWLEVLKNNLYFSNLHLHYQLMETKHNPNPNDDHGIVFELLERGNEF
KYCYADNYNEIDKTTFLKFPFSMSCEIVGICNGLICLRYHISERNSNFYLWNPLIGDVFTVPYSIPIPSCFCNPGGIRQT
VFGFGFHEDTNEFKVIRIFYVIPYKWKHLKSEILSHVSVYTLGTNSWRILPDISYKVTKGNESSVLVNGALHWFGAKTGT
IVYDVIVSFDLKDEVFQHIPSPKGVRFKYPYSRQIGHMGGLLSFFSSLANEYLHIWVMKEYGLAESWTKQFIIGPSEILG
FFPNRLSPLGSANNGDIIIQKDSSELLLYNNKTDSIKSLYKFEISLDAAYIYRGSLVSPTVRTRVCH             
>Acoe_037_00128                                                                 
MIVAIEKLPWVLMMMEIFSRLPAKSLFQFRCVSKTWLQLLTTDPCFSKNNPNHHPGIIFKYQDSKIFYYASDYKAIHEAK
VLQLPFPNSWLYDYKIVAICNGLLCLEILPLICIYGIQSSKNTLPSHHVHLISLVVSTNEYKVIRIVSCEKKKKKNSESE
GTKSWRFLPYLYRMKYAYEPSVLVNGALHWLVSRTLGLHGIVSFDMKDEFFREIP                         
>Acoe_037_00129                                                                 
MEEEKLPMEVMMEILSRLPVKSLSRFRCVSKTWLKLFTCDDPYFSKLNANHNANYNPTHPGILFTDLKFGVFYVADYNVI
DKAERLPFQTSTLNDYKIVAICNGLVCFRDSYLNVYIWNPIIQDHITIPCSPLPSHFTTSNNTLFGFGFHQGTNEYKVIR
IVWSCEKNSEGFQSHVSVYTLGTNSTWRILPDYLSGMKYAYEPSVLVTGALHWIAARTLGSCVIVSFDMEHEFFKEIPQP
TGIEYKYARIVRVGNMGGYLSLSYSIHKGNVHIWQMKEYGVVESWTQQYVIGQTEIPGSLSWLFLVGTVNDGEIIIMKSL
KEFILYNPKNHSIRNLHTSEFTLKNAYTYIGSLVSPTVIDKKTFKTEEGGS                             
>Acoe_037_00130                                                                 
MATVELPMEMVMEILSWLPVKFLFQLKCISKTWLRLITYDSNFSKLHINHQLIINPNPSILYTYEQALKCTNKIRYYHRY
AADYTAIDKANVYEFPGKKCYNQPYELFGICNGLLCLSNSSPENYSTVYLWNPLTSDRIAIQCSRIPSCYANRGGIGKYI
VTNTLFGFGYHQGIDEYKVIRIVSSSPVQSDCPSHVSVYTLGAHSWWRTLPDISYAISFADNDQYETTALVNGALHWFAT
RPGTLKRDVIVSFDLKDEVFREIPQPKDINFKHKRKVREMSGLLCMPSFAYRYLHIWVLKEYGVPESWTKQHTIIRRDIP
GLTGLPRICVANNGEIIICRKHGKYILYDPKTKSMKPFHSGFSSNDAHRFTGSLVSPTVITRLGQRKRKEVA        



>Acoe_037_00204                                                                 
MENTFNFYIAALVTAFCCLLLFFGIRSSSSSSSSLLKTLRSTKSKKSNGLSNKKKSCGCMCSCSEKKKEEEEESMPVFIE
RQTGGSMMEQLVPEITTHTLSYLDYTSLCRLSMTNSSMRKAANDDTAWKTIYHKDFTVEQDSVNPPNGWKAYYAATRAIV
NVNAEFYNIIRDRSVPAMRHFWLRADYIKCIHATGELFTGYDAVMQSWQQAFSWGQGFALQVQDVRARLMTDMAWVTMKA
YVDMETEPFHVTNVYEFQNGRWYMVHHHSSSMLTEAEMENQNAFG                                   
>Acoe_038_00028                                                                 
MTKSQRCLPPTYAPSLVFSHGKGYNDQTFCTLSDGCYHVRSVPQMRRMFYFTSSYGWLMLRSYESLDCYLFNPVSLEKIH
LPSLIHNSYNECVLTTSPSDTNCIVMCISNAKRSYIFCRIGDNKWIEQQLRPKKHNDHILIEGHISVIACKGKIYLFFSQ
GVAVINFQDNFSSIELQPMNFPEFASPWVSCFRYYHVESCGEIFRIVEIRFGASSNLVFNFDVFKLDLSTMDWEKVESLG
DRIFLLGESSMSVSATELGLKGNCMYFCCPGFTILNKFDMEDRTLTVTLPCPKKIPQWEGPFWVVPNCKVQVKKDLAKTD
KPQDEANQEQSWKDLPKELLELVFSSLSLGDCIRFRLTCKSWISITPILHTNCLPNAFEWGYQEGPWLMSFLRNKGACKL
YHPIYSDVYTMNIPELAGATIRSANYGWLLMSQGELSFFFLNPFTMETIELPDMERGYLFTGMSFSSPPTSADFVVIGYL
GSLISVYRKGQETWCDYELDAKWEFAASPCSPAFCDGIFYCLSKNGKLGLFDPTAITEESQWKIIPKSQLFPYSDVSSYT
NCVKIFIVEYDGEILSVFVGYLGKSVLIYKLNRREMKWERLESLDDKVLFLSHTASMLLPARLKGIENRIYFPGFHDRDN
MFYSLSTGKYHSFGSKHSCEDWINTCEHLHCTWIQSTK                                          
>Acoe_038_00034                                                                 
MSETADMQNKYDDWNHERTWEDLPTELLDLISSSLCLGDCIRFRLTCKSWISMTPPLQSNPLPMQPESGYQLPWLISFPN
NNNGVCNFYHPVSSDSYTRYIPELAGALLHNARYGWLLLSKNKNTCIFLFNPFTMELVNLPDLKDRDGPFQNMFFSSPPT
SSDFVVYGLSTHTMLVYHKAENTWTTYSLHGQPRFEIFFIPCNPIFHGGVFYFLCADGRLALFNPKAIEEESQWEIFPES
ALIIAVSSKRNFIVEYNGEILAVFVGLLGKPISVFKLDHLKMKWDRLETLDDKAVFVSHKSSTMIPAGLKGIENRIYFPM
LHGQDNLFYSLSTRNYHSFGSKDSREDWLNTTEHWDCAWIHPTA                                    
>Acoe_038_00035                                                                 
MVSRTTNMEDPNDKGDQERTWEDLPTELLDLISSSLCLGDCIRFRLTCKSWISVTPPLRSNHLPMQPESGSQLPWLVSFR
KVKNGVCNFYHPVSSDSYTMYIPELAGALLRNARYGWLLLSKKKSTCILLFNPFTTEIVNLPDLEDGDGPFQNMFFSSPP
TSSDFVVYGLSTYTMVVYHKGENTWDTYSLRNPPKFKIFAAPCNPVFYGSVFYFLCTDGMLALFNPKAIEEESQWEIFPE
SALYCMSPNLAVSTTRNFIVEYNGEILAIFVGLVGKPISVFKLDHLKMKWDRLETLDDKAVFVSHQSSTLIPAGLKGIEN
RIYFPRLHGQDNSFYSLSTHNYHSFGSKDSCEEWLNSTEHWDCAWIHPTA                              
>Acoe_038_00036                                                                 
MSSTEVENMKVSKERSLRTLPPSTYNLSLVFSHGKKYRDQTFCTLFDQSYHVRSVPEMRQMWCVTTSYGWLLLKNMYSPE
CHLFNPVTLSKIHLPTLPSHAYSEAVLTSSPTDTNCVIMLFNIIEESLIFCRIGGTKWVEQSLKPINKNPITINGEISAI
NCKGKMYLFFWKGMAIIHDIFDTFVSMELHDIKIPKFTHSNVTMVTRRSSYVVESCGEIFQVCLIFFGIELHIIQTVEVF
KLDLSTMSWVKVERLDDRIFLLGHCSTSISATEVGLKGNCIYFCCTKSTSLCKFDMDDGTITITIPGPRKFRYWSGPFWM
VLDCKLQVKKDSARIKDSKDEGNQERSWKDLPVELLELILSFLSLGDCIRFRLTCNSWMSITPPFRSNNLLIQAESGFTL
LPWLMCFPKKNQGVCKFYHPIYSDCYTINIPELEGSIIRYARYGWLLISRGDTCTFFFNPFTMEIINLPDFDEKEDLQSM
SFSSPPTSSDFIVIGLSSYVMLVYCKSENTWRRYFLGSDLPYEFTLSACNPVFCGGLFYFLCKGGKLGIFDPKGKNEDEV
MVFQESEVFSISSPEYDSIKSIRNFIVECDGEILSVFVGYRGKPISIFKLDNLKLKWSRLRTLGDKVLFLSHTGSVLIPA
PLKGIENRIYFPRIQEKDNVFYSLSTCHYHRFGCNNCREDWLNTTEYTKCTWI                           
>Acoe_038_00038                                                                 
MIVIHDIYDTFVFMEPHDVIGKVPDFTRSTMLKTLGSYLVESCREIFQVCLIGVVVEAVEDYKIETLDVFKLDLSTMSWV
KVESLGDRIFLLGQSSTSISATEVGLEGNCIYFCPPKSTSLCKFDMDDGTITTTIHGPKKFRYWSGPLWMVPVAVPDCRL
QVKKDTTKIEDSKGEGNQEISWKDLPRELLGLILSSLSFGDCIRIRLTCESWMSITPPLRSNNLHIPPESGHLVPWLMCF
PKKNHSVYKIYHPIYSGGYTNNIPELAGAIIRNARCGWLLISRGDTCIFFFNPFTLEIINLPDFDEKEDLKNMSFSNPPT
SSDFIVIGLSSFVMLVYRKSENTWRRYFLGLPYEVTLSACNPVFYEGIFYFLCKDGKLGLFNPDVIKENQMLVFRNSNFF
STSSTEPDSMKSIGSYIVECDGAILSVFVGRRGKPVSVFKLDKSRMKWNRLETLGDNVLFLSHTASALIPAPLKGIENRI
YFPRFQGEDNVFYSLSTCKYHWFGCKNSGVEDWLNTSGHMDCTWIQSTN                               
>Acoe_038_00062                                                                 
MHFKGTSSFLKHLFSCVRNRSDEPRENSSLSVDESREIPPLSIDEPRENLSLLIDESRENSSLSIVLPNEILENIISRLP
VKTILQFKCVSKSWYTLIQNPYFVKIHHDRFHENNNLVFLKGGNYDVTTLYLLDYNEGNNGLVELRWPSEMSVYWMIMAS
YCNGLICIEDAMHILWIWNPSTRKHKRIKMPMVNYDELSMVNCCAGLGLIYDFSSSDYMIIRIWSTKKFYSYESDVRIYS
SSNNMWESLASIPYKILYERWDPLTFESHKVFSECNPTHFNGALHWVGCKRLTDLTHKVILAFDIGSRVFQEVHLPADYV
HCNLCRMTLLVLDDSLCLFCERDLLAEVWLMKEYGVRESWTKLFTCEGYNFPRAITKIGNLIVQNHEGSLCLYDPRDQCC
RNLITNPPKFFGMGSTFVESLVPP                                                        
>Acoe_038_00114                                                                 
MSEIVERYEKLQLRVYLFRENYYYYPSVCKELSFILRNAYSKVPKILQSILFQDTLAAFQFLPQVQTGYGMEAANLLLQA
TEVALPKHKRGLAATEFKHAVVAYKRRQKVHKDVEGSAQLPEDVLVHVFSFLDMHSLVAVGLVCRSWCSAANENKLWQSQ
YDIFFGCCNDDSKSKEQTSELAQKSTSSFNKKDERGLIIIDWREAFKQEYIGTSSWRFASNRGYCGICKSVVWISNMKCS
NVHYGTNIANQQINSLSSQQVVEFLLQDSFSIDSTSDSDSDSEGSTSKLWAAYYCLQMSEIVERYEKLQLRVYLFRENYY
YYPSVCKELSFILRNAYSKVPKILQSILFQDTLAAFQFLPQVQTGYGMEAANLLLQATEVALPKHKRGLAATEFKHAVVA
YKRRQKVHKDVEGSAQLPEDVLVHVFSFLDMHSLVAVGLVCRSWCSAANENKLWQSQYDIFFGCCNDDSKSKEQTSELAQ
KSTSSFNKKDERGLIIIDWREAFKQEYIGTSSWRFASNRGYCGICKSVVWISNMKCSNVHYGTNIANQQINSLSSQQVG 
>Acoe_038_00116                                                                 
MAGKISDLPDEILSFILLFLTMKEAARTGILSRRWKSVWKTSVSSSPSICLDVLTMRGSDYPKEFFGDYMSIQHHGGSIL



LERRKFVKFADQILQLDHRPVKDLFKLRFYLRKDYAHHIDRWIKMAIAKRCQKFDIDLSHVHTMGKYYQQDEDLYMFPIT
LFTKETGSSVKCLSLKSCIFKSHDINIFSSLIDLQLEYVLIDKASIVSILCNCLNLEYLFIGSCQRLLGLEICGPSLKLK
HMTVLFCHDLKKIKIEANKLTRLQYSGNPVKFVFLKVPQLSNVIIRTERGRSCGALSYALGKLSSDLPKLKSLILSVVPL
EEKKIPRQLPLFTNLRKLVLSVSTRGGTLWGFIPLLQASPYLRKLELHLSVWVHEHETGLMEMPSDSPHVHLKEIMLSGF
FGRPHDIEFTTYLLKNATTLKRISIFYWNLTYGHATDFWGGGSTKKVEKLAAKTTKETKEDGKCLEAPSK          
>Acoe_038_00173                                                                 
MSSKSSRLISCFPDEVLERILYYLKSNKDRSNVSLVCKDWFNAERWSRRNVFIANCYSISPEIVIKRFPNIKSVTLKGKP
RFSDFNLVPPNWGADIHPWLLIFASAYPFLEELRLKRMVISDESLEFLAQCFTNFKALSLVSCEGFSTNGLAVITTHCKN
LTELDIQENGFDDLAGSWLGCFPESFTSLEVLNFANMQSEVSFDALERLVARCKSLKVLKVNKSVTLEQLKSLLLQAPQL
TELGTGMFSQDLTVRQHTELANAFNSCKKLHTLSGLWDATSIYLPLLYSSCTNLTFMNLSDAALRSADLAKLLPNCQQLR
RLWVVDTVEDKGLEAVGSSCPLLEELRVFPADPFDQDAILGGGGGVTETGFVAVSRGCRNLRYVLYFCNQMTNAAIATVV
QNCPGFTHFRLCIMIPCQPDYLTYEPLDEGFGAVVKTCTKLQRLAVSGLLTDLAFEYIGKYAKNLETLSVAFAGKSDSGM
QCVLEGCPKLRKLEIRDCPFGNAALLSGLERYESMRSLWMSACNVTMSGCSLLAKYMPRLNVEVIKEEENDDNYAEKVYV
YRSVAGPRRDAPSFVLTL                                                              
>Acoe_038_00193                                                                 
MHQSLRSHYLLNKVSSNILNRPPNNKWDISVLPEGCISTILSFTSPQDVCVLSLVSMIFKSAGYSDVLWEKFLPSDYKDV
IINNFSSKKELYFHLCDNPLLLFEGNMSLNLERKSGKKCFMVGAKQLDITGGDNPQYWKWISHSCSRFANVAELLNVCWL
SIKGKINTRMLSPKTIYAVHMVIKFSEDTYGLDHAATDVNVEFVGGVGHASGGRSVYLHSECNMRPNVHYVRHQHQFGLL
RHRYGHIIRPPTFLISTHFPSERRDGWMEIELGEFYNDQGEDGEVEMSLSQSKSVHWKAGLIVQGIELRPKKNNA     
>Acoe_039_00154                                                                 
MKSSANKKKLNKGGEDRISALPHALIHYILSFLEIREVLQTSFISRKWRYIWKSHPVLNFDYDVWNYHSKKKPNGLRYVR
KDFTKAKCLNFVDRVLLFRDNSSPIQKINFTKPYTCDSLRGCFSQQENMLSCKGLILPDSLFTSGIEVLKLKADQYTSYQ
LPGLICSAHKLRTLDLKYIKLPNGKHNDEFVFNYPVLENLILEQCDFEHIGNLRVNAFAEGAAQSIL             
>Acoe_039_00172                                                                 
MEENLSQCLRFYTRERKKNMSDLTTTADNISDLPESLLHLILSFLDMKQVVQTSCLSTKWRNIWRSVPVLNFDYYSLTNT
SDIRNISCKEKFMDIVDHIMFLRDDSGIQKLKLCSYQDFMGRYDSGRVDAWLLFVIKQQVKEIRLRINPIYKDYHQLPHL
LFTSVIEVFEVYTFCSIFSVQLPNSMCSATRLRILKLETVILPKGDPNGELVLTCPVLEEMFLKYCSHHDLKILSICAPQ
LNNLVISNCRAASCKIKICSPNLSSLKLILACYKDYFLGNLSSLVTAEIDASQLSTKFLVRVLNGLCNVKTLKIFGYRRK
TLPGCAKLGQGLNMFSNLSCLEFSGFLRSVRNVTSLLKSSPYIETLTFACYYLQGKEDDWEEELSIQYRFSHLKYVRVRN
FNGHGNHFKLLAFILRTAPSLQNITITAFSIEKISTTKAFFGSKKMDEFSEELNSLPRASSSVTILFLMEENLSQCLRFY
TRERKKNMSDLTTTADNISDLPESLLHLILSFLDMKQVVQTSCLSTKWRNIWRSVPVLNFDYYSLTNTSDIRNISCKEKF
MDIVDHIMFLRDDSGIQKLKLCSYQDFMGRYDSGRVDAWLLFVIKQQVKEIRLRINPIYKDYHQLPHLLFTSVIEVFEVY
TFCSIFSVQLPNSMCSATRLRILKLETVILPKGDPNGELVLTCPVLEEMFLKYCSHHDLKILSICAPQLNNLVISNCRAA
SCKIKICSPNLSSLKLILACYKDYFLGNLSSLVTAEIDASQLSTKFLVRVLNGLCNVKTLKIFGYRRKTLPGCAKLGQGL
NMFSNLSCLEFSGFLRSVRNVTSLLKSSPYIETLTFVSIMEENLSQCLRFYTRERKKNMSDLTTTADNISDLPESLLHLI
LSFLDMKQVVQTSCLSTKWRNIWRSVPVLNFDYYSLTNTSDIRNISCKEKFMDIVDHIMFLRDDSGIQKLKLCSYQDFMG
RYDSGRVDAWLLFVIKQQVKEIRLRINPIYKDYHQLPHLLFTSVIEVFEVYTFCSIFSVQLPNSMCSATRLRILKLETVI
LPKGDPNGELVLTCPVLEEMFLKYCSHHDLKILSICAPQLNNLVISNCRAASCKIKICSPNLSSLKLILACYKDYFLGNL
SSLVTAEIDASQLSTKFLVRVLNGLCNVKTLKIFGYRRKVRLTFSL                                  
>Acoe_039_00173                                                                 
MEKDQSQCLKFYTRKRKKNMSDLTITSDKISDLPESLLHLILSFLDMKQVVQTSCLSTKWRNIWKSVPVLNLDYYFQMNT
SDIGDPSHVEKFMDTMDHILFLRDDSTIQKLTISRFFHSDLARVDAWLLFAIKQQVKEIQLRINPTYKHYCHQLPNVLFT
SVIEVFKLSIFCSRFSVQLPNSMCSATQLRVLKLENIVLPKGDPGGELVLSCPILEDIFLNHCCHHDLKILRICAPQLNN
LVIYNYHAVSCKIMICTPNLTSLKLIFSCYKDYFIENLSSLVTANIEVSRLSTEILITVLNGLRNAKTLTISGYGHKTLP
GCVKLDQGLNTFSNLRCLEFIGFLPGIRDVTSLLKRSPYIETLVFACCRIKGKEEDWGEEQSMKYLFPHLKYVRVRNFSG
CENEVKLLEFLLRTVPDLQTITITSTRSFLKSEKLDEYSVKLHSFPRASSSVTILFSMEKDQSQCLKFYTRKRKKNMSDL
TITSDKISDLPESLLHLILSFLDMKQVVQTSCLSTKWRNIWKSVPVLNLDYYFQMNTSDIGDPSHVEKFMDTMDHILFLR
DDSTIQKLTISRFFHSDLARVDAWLLFAIKQQVKEIQLRINPTYKHYCHQLPNVLFTSVIEVFKLSIFCSRFSVQLPNSM
CSATQLRVLKLENIVLPKGDPGGELVLSCPILEDIFLNHCCHHDLKILRICAPQLNNLVIYNYHAVSCKIMICTPNLTSL
KLIFSCYKDYFIENLSSLVTANIEVSRLSTEILITVLNGLRNAKTLTISGYGHKVCLSFSLSSS                
>Acoe_041_00007                                                                 
MVIKRKYCKEEKDYSLWHQLPYDILSLIIQRLDFMDYHCGMSLVCKNWRVARKKYRDIRSFPTPSDHIPWLMLRKSVTAP
VLKFYRPITNQTYKITSPVLACTCCLYSKDGWLLLHKENLNPGPYCHKLFLFNIFTMDQIDLPKLGISSEIQIHSGTFSN
HLKSPNYVVIIARNRCNIGEIYAWTKGDSTWKKNDDVLHGGNVSKIRNIWFCDDQLYYFTTDESFNFDTDLNLKRCEVLS
TSPRETYNMTVCENELFAFSSNDNKKSDVYMFDRSAMNWVKVTGTNLICFNRYFNHGIGVVITVQSDKERLQNDLMSYGC
KVTKRKDELIITDKVVYGRRDGYLGADWIHVG                                                
>Acoe_041_00008                                                                 
MVIKQVYCKEEKNYSLWHQLPYDILSLIIQRLEFMDYHAGVPLVCKNWRVACKKYSQNSSFPTPSDQLPWLMLRKSVTAP
VLKFYRPLTNKTYKITSPAVACSYCLYSKDGWLLLHKVNLNPEPCSHSIFLFNIFTMDHIALPKLGISSEIQIHSGTFSN
HLKTPNYVVIIARNRDNIGEIYAWRKGDSSTWKKNGVHGGNVSNIRNIWLFDEQLYFFTTDKSFTFDNDLNLKGYGFLST
NPSETYNLTVCENELLAFSRDNKNSNVYMFDRSAMDWVKVFGTNLICFSRYFNHSIGVVIRVQSDKQRLQHDLKSYGCKV
TKREELIITDQVVYGRRDSYLGDNWIHVG                                                   



>Acoe_041_00013                                                                 
MGALPDEIVIDILLFLPIKSLMRFRCVNKTWLQLLTNPDPQFAQSYLTKSNKKSCTILALGMEKFQDKPNIYSAVELNLA
CDKSINLELPFSAKSYYVGGIRNGLILLRLADVKNKLFIWNPFTNDYIHIPSPPPPNHSDCCDKITNFGFGFLQHTNQYK
VISFSECNYTSFHPISRVSVYTLGTDSSLSWRNLSDISYHTFFFDCAAPLVNGVLHWTAFTGPLCLDSKRIVSFNMKHEN
FQEIPYPKANYHPNFHDRVGELGGSLCILGRDSGENVELWVMQEYGIANSWTKLFTIGRPDICESFASLLPIGVVHNGEI
LRMTSILINTITEVFLYYPETNSVRNLKEFGLHLYEAFAYTPSFISPRDIIGGGGLLAVRRAACTYTPSLNISPRPVHRG
RELLAIRRAAYKRNKQRRFLAKKEFLICSRFG                                                
>Acoe_041_00029                                                                 
MADDMTKKSLPFEAVMEIISWLPVKSLIRFRCISKTWHRLLTIDPQFAKLQLDRSIESKVNSSILILGRKNGHAESNLYS
INEFPTSDEPILLESPSISIIGVCNGLILLSSRLNEDADRVLYVWNPITGEYISIPCTPTPTLYPNRRKNTRFAFGFHQA
INQYKIIRTVGEDDRNSEEEGDEVVEMAELPD                                                
>Acoe_041_00030                                                                 
MAKKSLSLNLPAEVVIEILSWLPIKSISRFRCVSKFWHHLLTKDIHFTKLYQDRCNKNPGILVIRREFNAPNDDEEEDII
ILSDSDEDEEEEEEILGDTKEIVKFYCAIDLTACNESIELDSSYLPSFCYIYGICNGLVCLADDEYNFCIWNPLLKDHVV
IPCLPSSSHFPGCDEVTSAGFGYNQDTNQCIVITFCIIDRKEAGYMSHVSLYTLGRDSAWRTIEGVPYFVDSHATPINGA
LHWLAFTQSLTLILSFNMNDEVFQEIPPPNDVRFDVDGEYNHDMKIGELGGLLSIFIQPTGENVQIWVLREYAEVHSWTK
TFVIGQLDLYPLGATHEEEIILHCKSAGQLILYNPRTYSVRNEEFGFEFHDAFIFIGSILSPTLIRGARDTFT       
>Acoe_041_00032                                                                 
MDDDMTKKSLPFEAVMEIISWLPVKSLIRFRCISKTWHRLLTIDPQFAKLQLDRSIESKVNSSILILGRKNGHAESNLYS
INEFPTSDEPILLESPSISIIGVCNGLILLSSRLNEDEDRVLYVWNPITGEYISIPCTPTPTLYPSRRKNTRFAFGFHQA
INQYKIIRLVCESSLHQQTEFHTCGSVYTLGTDSLWRPLEHDIPYNTYSIGLNVPLVKGALHWREKVIFSFDLKDEVFQE
ILHPNDVKFNDPAVNVRVGELGGLLCLFCLQFEIDVQIWVMKEYGIVSSWRKQFIVGRLQVPRSVSYYPLCVSKEGEIIL
FRRPWELLLYNQGTNSVQIKNFGFPFYNAISYIGSLVSPRVINGVEHNIT                              
>Acoe_041_00043                                                                 
MEGKTIETTSSLVEVKRNWEDLSMDCLIKVFERVGLESLILDIPFVCKSWYKASLDPLCYKLLYFEFLPLNRSSWAIKLT
RDASLWPESIFPKAVPSMQFIKIAVHRSCGMATELKFPNYHSTVYGDNTSLMEAFFSVKSLEYVLERCPALKTLTLPVFS
FKRLMAEINECLLKMICKLKNLESLMILNTEYLFNEILNQIHIHCPNFRSLTAKIHHIHIYCFQPKSRWDQIPNDIASAI
VTFLPDIKHLVLRDACLARESLLLILSGCRKLELLDVTKCRGFDADDAEILTLASHIKIFKSEGSVVYEHSDDDDYGLPT
WIDSDYSDDDDDFFGVNLNDGAGDNLEENNGYNSDNSLGFGL                                      
>Acoe_041_00120                                                                 
MDDIIEEILLRLPAKSLGSCKSLSKKWCLFISHNKPFRNRYINRNPEQHMVGIFCSKNRVGNDDPKHVHFLPTSTEGRRS
TMLLKKRKRTENNDCPEEIILGGPGLPLFPPDESLTSFGFGHHDQSTHIFGSSNGFLLLSLEQEHPRHYFVCNPINERWV
ALPTPNTTSSWVTHGFSFHATQHNPCLDIGMHYYQVVRAICPDQRRVFSTSLKIEIFSSELPNPEWKLFNLNAAFSFYLL
LATRSTVISQKGVIYFKARLQKQQVNHNGLVFFDQKGKKEYCLEQIEFPPNENDGHTCDCFDLSDELIVYARHHPKLGQL
KIWVLNDENNSTREWSLRHKVSFEFTMEKYPEFLNYRIQELFGIEAFHPMNPRVLFLANSVKRFFYDMENSRLELLSDDG
AEGRNPHYKIYPYTYGPIGRHLFLESRWK                                                   
>Acoe_042_00111                                                                 
MNKRRRREIYPSQVIRSKSFGDLPEDVMSIIFRKLGIIEVLLRTQYVCSSWLKLAKKPHVYHSVVIQHKSYDYHYHFEKF
VKKAVDRSCGQLLQFSCDRPICISKGLLLYLSSQSFSSLKYLRLGSQTYVSNAVLTEAVKKLPLLEELDVWINRHHPKKL
IRELGCSCPQLNYLRLNYHDEIEYTCDCKEFAITKDERESTCDCYAFAIAKELPQLLHLRLTGWVLTVNGLQAIVDGCTH
LKFLDCRKCVYLGLDVDLLKICASRIANIWLPESRIIEDL                                        
>Acoe_042_00113                                                                 
MIKRRKTTKKQLRNWLDLPEDVMNLIFMKLGATGILLHAQYVCSSWRKLAKEPHLYGSIVIQEELWDYFKVYEHFENFVK
KAVDRSCGELLNFSSDRPIKPDLMYYVSRKSCSLKYLRLGPQTHISFEGLKVVIIRLPFLEELDVWLDDMYHSRKLIKQL
GRSCSKLNCLRLNYSDLQSECDREASAIAKYLPQLLRLQLTGCMVTNSGLQAILDGCTHIEYLDCRNCFNLGLDEDLLKR
CTSRIKNLWLPARIGVL                                                               
>Acoe_043_00032                                                                 
MTLSPKFRLAAIEPASLFKLNMESEFLASGEPLIPGLPDDIALDCLLRLPVESHPSCRVVCKRWHLLLGTQERFFSTRKE
LGYQNPWLFIFTYQKGTGKIQWRFLDLTNMSWHAIPPMPCKERICPSGLSCVSIPHEGTLFVCGGTVSDMDSPLNLVLKY
EIHKNRWSVMNKMSTARSFFASGIIDGMVYVAGGNSSELYGLESAEVLDPINGNWKYITNMGANMASYDAAVLNGKLFVT
EGWLWPFLFSPRGQVYDPRSNSWETMSASLREGWTGLSVVIDGHLFVVSEHERMKLKVYDVKTDSWDIVAGSPLPEEICK
PFSLNSFDCRIYVIGYNLHVAIGHLRKLNLKCTSRKKWYYLVEWQIVNAPQTFYGWSPSSSQVLLG              
>Acoe_043_00059                                                                 
MAEEASSSSSCFSQLPILFFQNIHLLKNPEMSEWSQLPKDLLDRISSTLSSSSSSSWIDLIRFRSVCSSWRSSLTSYPPY
CFPNKISINPSNPTNGLLYSGNFTLSKRIILHLNLPNHSNGWIIKLEQDNSKLFHLLNPLSELKIQSLPSNFPKVFNFMD
LRIVELGQEYVLRYADKWPIGFGGDLYREKVVFSSNSPWSNDDYVIMTIHVSGKLALFRLKDSMWTIIEEMPNPYDDVIY
YKGKFYAVDGMGRAVVVGPSLTVTLVAYAVYGGDKKYLVELDGELLLVDRYLSIGSDDYPIYHSQIQDYEIYVPNDDTYI
VDTTVQFKVFKLDQLKKEWVEVKDLGDRMLFLGDNCSFSALASDFIGSKGNCIYFTDRYFQSNREEDGLFKGHCIGVFNL
EDRSIKPLASYPGYSKFFWPPPTWVTSPTA                                                  
>Acoe_043_00062                                                                 
MTHSVDWSQFPDDLLHLIGKKLDIVTDRFRFRSVCKSWRCSLPPFPKPPWLMLSEPRQLYKSEKYLNPPPLRGFVGISGD
EQQEIKLPEAHLHRCIGSTDGYRGFGIPGGYDMGVFDMEDKSIQPHYKVK                              



>Acoe_043_00115                                                                 
MEVEERKWEDLNTYCLTNVFSKVGLKSLIFVLPLVCKSWYQVTLSPQSWKVLDFRTLSIIVHGDSNH             
>Acoe_045_00129                                                                 
MEMEKQVSCRIEGEEEEKETTISFCDEIEEKILLNLPIKSLLRFKCVSKPWYTRITNSRFIHKHLRLSQSQANNNKLNLM
LHDTYGPLSYYGNQFLDDDDAIATPTPLPLNQPLLLDFSDDEKKLHKFHIVGSCDGLLLVVVTWDNGFLVRRGADVIYIW
NPTTREYKTLPKLVPTDRGSWDPMVYGFGRDPTIDNNYKVLHLGQSEVHLYTTQTNSWKTLLPDIPFYCSGDDASSMKLA
YANLHFIAEIKGSGDFRKSVVSFDLKDDKFRALPHPPFKGDSHPHLKDLCALNGGLWAFSGSRDLTLYCLWMMKNFGEEE
RHWKKMFSFNKDVIMDNPPLYFSSAVDFLQDGRQVLLTAKYKRPHESKSNSCVICYHIDTKRARILIEPVPASWSMAAVY
VESLISPNATSTDDDNRDISN                                                           
>Acoe_045_00131                                                                 
MGVKQMKNSKISIYNISDLPADILSFILSLLTIKEAARSSILSRRWRYLWKTSVASSLTLNLDVLFLGLIDPPNNEFGDC
VAGKFCDGLAHECGRLPQSNLSDHVGFVYQILHLDHSCVKDSFRLRFYVEKEADRIDRWTDMAIAQTKDFAHHIDRWIEI
AIAKRCQHFGIVLSHFVIRREIYRDGNLYYPFPCLFSSQEVGLNFMGLKRCSVRSLDSSRFNSLVDLRLKNVHIDGDSIV
SILSCCPDLEKLFLYNCYKLLNLKISGRSLKLKHLTILFCLDLEKIEVNAKNLIRLQYCGDCVEFVLVNVPHLSDVIFRT
ERGGSCGALTYARGKLSSDVPQLESLILSVVPIEEHKICRQLTLFANLKKLVLLVETCRGTLWGFIPLLQASPYLRKFEL
HLNIWNNKGEEQGLMEKPSDFPHLHLKEITLSGFIGRPHDIEFAAYLLNNATTLERLTIFCKQLFYDPQSTTLYYLSRED
VEKLAAKPSLKCKKTAAGVLEQLRNLEPPGIEMLFAMGVKQMKNSKISIYNISDLPADILSFILSLLTIKEAARSSILSR
RWRYLWKTSVASSLTLNLDVLFLGLIDPPNNEFGDCVAGKFCDGLAHECGRLPQSNLSDHVGFVYQILHLDHSCVKDSFR
LRFYVEKEADRIDRWTDMAIAQTKDFAHHIDRWIEIAIAKRCQHFGIVLSHFVIRREIYRDGNLYYPFPCLFSSQEVGLN
FMGLKRCSVRSLDSSRFNSLVDLRLKNVHIDGDSIVSILSCCPDLEKLFLYNCYKLLNLKISGRSLKLKHLTILFCLDLE
KIEVNAKNLIRLQYCGDCVEFVLVNVPHLSDVIFRTERGGSCGALTYARGKLSSDVPQLESLILSVVPIEAVDVVCESEE
VGVVGMGVKQMKNSKISIYNISDLPADILSFILSLLTIKEAARSSILSRRWRYLWKTSVASSLTLNLDVLFLGLIDPPNN
EFGDCVAGKFCDGLAHECGRLPQSNLSDHVGFVYQILHLDHSCVKDSFRLRFYVEKEADRIDRWTDMAIAQTKDFAHHID
RWIEIAIAKRCQHFGIVLSHFVIRREIYRDGNLYYPFPCLFSSQEVGLNFMGLKRCSVRSLDSSRFNSLVDLRLKNVHID
GDSIVSILSCCPDLEKLFLYNCYKLLNLKISGRSLKLKHLTILFCLDLEKIEVNAKNLIRLQYCGDCVEFVLVNVPHLSD
VIFRTERGGSCGALTYARGKLSSDVPQLESLILSVVPIEVYLILVFCL                                
>Acoe_045_00132                                                                 
MGVKQMKNSKISIYNISDLPADILSFILSLLTIKEAARSSILSRRWRYLWKTSVASSLTLNLDVLFLGLIDPPNNEFGDC
VAGKFCDGLAHECGRLPQSNLSDHVGFVYQILHLDHSCVKDSFRLRFYVEKEADRIDRWTDMAIAQTKDFAHHIDRWIEI
AIAKRCQHFGIVLSHFVIRREIYRDGNLYYPFPCLFSSQEVGLNFMGLKRCSVRSLDSSRFNSLVDLRLKNVHIDGDSIV
SILSCCPDLEKLFLYNCYKLLNLKISGRSLKLKHLTILFCLDLEKIEVNAKNLIRLQYCGDCVEFVLVNVPHLSDVIFRT
ERGGSCGALTYARGKLSSDVPQLESLILSVVPIEEHKICRQLTLFANLKKLVLLVETCRGTLWGFIPLLQASPYLRKFEL
HLNIWNNMGEEHGLMEKPSDFPHLHLKEITLSGFIGRPHDIEFAAYLLNNATTLERLTIFCKRLFYDPQSTTLYYLSRED
VEKLAAKPSLKCKKTAAGVLEQLRNLEPPGIELLFA                                            
>Acoe_047_00027                                                                 
MNTLPSEITSLILVRLPAKSILQCRCVCKTWLFIIDNPHFAETHLSIVTTQEHSSTFIFLPTLRHGIYVAQADQDSQIIK
SRKVDLSYTETPFFIFDSYNGLVCLSSGVHKKNKEIDCFIYICNLCTRLTVCLPLYNSPECSTATLLLGFGLDLLSKKYK
VVQIFGVINGDSYDRQEVQVYTLGSNSWRNIGYAPDFHFICGLTAFVSGSCHWLAKDSAGSIIIVSFDLGYEVFGVIPSP
EFSLHSDSDSVRFRIVKLGGRLSIVDCSFDDRIEIWILKEYDMKKKLWIKHLVKKGDVMHWQRECYPISISKNGDILLVC
DSKKLVYYNTGSEKCTPLEADGFYGRAHNQGTLPSNFGVFSHVESLIPL                               
>Acoe_047_00028                                                                 
MNTLPSEITSLILIFLPMKYILQFRCVCKAWLLIIDSLNFAETHLSIAIKDSSTLIFFPILQHQIYIAKADETSQIIKAR
KVELSCTQTRLYLFASYNGLLCLSSRLYKRSEEMGCFTYVCNPCTRVSVCLPCFNSTECGKAFLVSGFGLDPLSNNYKVV
QVFSQIYGNCYDRQEVQVYTLGSNSWRNLGYAPDFQFIFGLTAFVSGSCHWLAKDGVGSRIIVSFDLGREVFGVIPSPEF
SFHSESDCVSFRIAKLGGCLSVADCSFEDHIEIWILKEYDEKESWIKHFVMKGEGMLWNIKCYPITIWMNSDILLMCDCE
KLFSYNIVSGKSTPLKVDGLHEHPPEQGTLPYCFGVFSYVETLIPL                                  
>Acoe_047_00031                                                                 
MSSKQSNLSLDNFPTDLITIILSHLLVKSLLVCRAVCKTWRQIIDNPNFHQLHLLTSTTKSGNTSSSSSSYILLLSSDEI
YIATEQQQEEEHEDNDDGKRVILRRIHATTKLDLLVCDKGKNCSIFLLHPPINGLMFYSHSMYYPTKYQNDFCMYICNPA
IREYVKLPNIVFPNGGKSNLMNGFGFDIINNKFKVVVIFVCLNGRWEPKSQVYTLGSNSWRTLQSKIPKIKSFKAGSAFV
NGSLHWLTRVESEDGLRSTMILSFNLASEDFGVISTSGFNFLSRESYLKAKNTINLVELGGCLSLVDSSSSHHINIWILK
DYSVKTSWTGFSISKFSLDGIGRFEKVYVISFRKNGEIILLCDDSKLVSYNTETRNVMALEVDGLGNTLEDGPKCFGSTL
PYVESLISPKSASDL                                                                 
>Acoe_047_00101                                                                 
MDANKISSLPDDILVYILSFLGKKYVVSTSVLSTRWKYLWTSVPNLRFSEYSRGDPMIFKSFLDRVLRLLNVPYIHKCFL
SLRNTHDTTQIHGWVATILAAKVQELNFKMSEGSPHVLPGSFFTCDSLKKLELKLDSVNIPTSMCFSSLKVLRLDNIRFL
CDHSSQQVSLTFPVLDYFLLHECDWVNIKVVNIFAPKLKNFYLNDYANLRSNRHRDCEIKVYEESLVGLHLWTVLSYEIS
LYNIPSLVKASFDVPSSNLLVFSSLIELRIYIGCTPCIPECCNVTARQLVDLLCHLPTVSSFCFDNVSIETLVYKDDHAL
EAILLSVLPHLNWGYLLAFSSHFVDIKRDLSHHFEPFRY                                         
>Acoe_047_00105                                                                 
MNANTSSSTVNFRKEGEEDRISNLPDDVLQHILCFLPTIDVVATSVLSTRWKYLWTATGSLDFCDEMIRNVKMINYPMCN
MKLMNIVEKILLLHDAPFIRRFSLYSSTTLDESRVNTWISAVIKRKVEEIIIYIFVEHSHLLLLGSLLSCESLKIFKFKG



PSFFKLPSSSVFFSNLKVLHLFFIQVSGDQAIQNVSLNFPMLDEVVLYYCEWLNLKVVNIFAPALNRLTIAHDHHHSSDD
YYDDCKIKIYAENLVTLDFRTTLAYDISLHNLSSLYKACIYIWSEDHLPHRMIKFLKGIYHVTDLTLFDGTICSLYSKHL
ILYPMFCNLKILRIDVEEVDSLDGGRLLYLFSNLPNIESLFFPNGLKWTGAARLWKEETVPQPILSHLKSVEFSVFSGNE
DELGLVEFLLKNARALEKMTITISSDSKADPQQQIEVMKQLLMLPRSSAACVVCFHMNANTSSSTVNFRKEGEEDRISNL
PDDVLQHILCFLPTIDVVATSVLSTRWKYLWTATGSLDFCDEMIRNVKMINYPMCNMKLMNIVEKILLLHDAPFIRRFSL
YSSTTLDESRVNTWISAVIKRKVEEIIIYIFVEHSHLLLLGSLLSCESLKIFKFKGPSFFKLPSSSVFFSNLKVLHLFFI
QVSGDQAIQNVSLNFPMLDEVVLYYCEWLNLKVVNIFAPALNRLTIAHDHHHSSDDYYDDCKIKIYAENLVTLDFRTTLA
YDISLHNLSSLYKACIYIWSEDHLPHRMIKFLKGIYHVTDLTLFDGTICVSYLFSFHYKFVQSHLEKF            
>Acoe_047_00116                                                                 
MGASNSIQSSTKIKRQKIDEGEQDRISCLPDHILHQILSHLPTKYAVATSVLSTRWKYLWTSISTLDFCQESFVPNYLMN
ISTFMSSVEQVLLQHEGNIQKFCLSTTMLLDDSRVNVWISTLLKRKVQELIIHFYTDDPFVLPSSLFTCESITILKLNVW
SKLQLPSSILCFSNLKVLHLKNVRFYCDQPIQQVSISLPIVEELVLKDCEWVDIEAVNIYVPTLKRQIFICFTDNFVYP 
>Acoe_047_00117                                                                 
MKASGQQIEGFDYLSDLPDGVLHHVLSFLPIKDVIRTSFISRRWRYLWTSVPTLDFNGLVFSPKPKFINFVDSVLHRRDN
CGIQKFCLRFGGYYCTSTHAHAWILAAINHNVQELGLSFYALNSFELPREIFTCRSLTVLTLKLNYSTFYLPSFIYLPFL
KTLQLIQVTFSDDILSHFFYNCPMLEDVLIEDFLLKDLTVLHISSTSLQTLNIDGIQKDLMFYNCMLESEIRILTPNLLS
LEYKDSFKRNISLGNMSSLTNASIDLDFDMDDSEQTCGCQAINLLKDLASAKCLMLSSAIVKILSATPTVFLQLQTFSNL
KRLKLTVDVSGQNIRAMACFLHLSPCLELLTIELSRSRRWFNTNDVFEPQEAEYVVDHLKIVKIRGFLGSEQECGFVKYL
LEHACTLERMTIVSSKQLSANSALRMKIREEILLHPRCSRNSEIIF                                  
>Acoe_049_00053                                                                 
MSSGSNMPRKRSSIDMISNLPEEVIVEILQYLPIREAVGTSKLSRRWRYQWMGIHELKFNDATAIVQGQITTNLANFINN
VLLLHNRPITRFEVCSLRSSLSSDVDRWLLVLSRNLLQHLTLSLGNLTQTPYCVPSSLFSCQYLKTLELDNCVLALPPQF
KGFKFLTGLTLKRVHTDIRALERLVKNSTLQSLNLVDCTLSGLCICARNHTQCHVWATYESINFHHTSKLEKGGLSINFQ
DTSDVLANLCQFPSTPSLKIIEIHALPPTFVQGEHFWNTQLHQKEAIFQNLQVVNFNGFRGMHHELRLVKFFLENARVLQ
SISIKWMAKDFQNEDAYRSLAYFRRASPKARMIC                                              
>Acoe_049_00079                                                                 
MKKKNRMSNVVLPCEIIHENILTRLPIKSLLQFKCVCKSWYKLIRTPRFVKIHSDQCKNDPKFMLVYSTKDDGVNVYSLE
YGENHLINVVKIPFFGFQFHRILGSCNGLVFVANMGMMYLWNPSTREYKLVPFSPQPTKSATSSTYGFGYNAITKDYEII
MISAFFSHQPYYSRYNIYSLRNNSWGGTFQDMSPYVETHDMGYLFNDALHWEGTRCQSIIAFDIADRNFREFPIAPTSEP
RFLAITMASINGCFSIGIHFRFGVEIWMMKDYGVEESWTKMIKFSRPRPRPGSNPISSVLKCFAMNISTQNMDMPAACTL
EELLSKLGGGNKKTEQLIAKSFSATMYTETLVQLQGHDEDDDDVGQFQLIC                             
>Acoe_049_00081                                                                 
MENHMMQNLIIPSDLMEEILSRLPVKSLLRFRCVSKSWFMLINSTFFVHKHVNNQKNNKNNLRLMLPSKNVIILDCERFD
DDEIQIKYPLLHKPKVWGSCNGLLCVINDENTICIWNPATRKCNILPNTCLEDLPKNWYTVYGFGYSEIVRDYEVIEIIS
FDEKTQNQHVDVRIRPSEVAIYSLRSKLWRRIQDIPYKIRNKMGVLVNGALHWQATQSSAGSLYSCELVIAFDIAGEKFR
EVPQPCFQKENLQGVNVAMLEGKLCAVYDYGYKPNVELWVMNNYGARESWIKLYKIKEK                     
>Acoe_049_00083                                                                 
MRKKIKEDKFPPEIWEQILKNVPIKSIARFRCVSKSWSIMLTDLNFLEMNYELFKKEGKINLNHNLKTMVCNDDSFYSLE
FEPCGRNLTRVIEMNHTFTVMEHATRLMGSSKGLICIAEINTGDVYLWNPNTRQFNYKEGCLQPNEPNEDCNWSYLFFGF
GYNATKRDFRLVKIYSTDEAQYQSHVYVYGLRRNSWRNIDYFRMPYIVTRHGGTLVNDALHWPASRVTDLKGCVNLVIAY
NIYNGKEFKEIKLPDLESENWYVVSVGVLNGLLTVFFGDQKDNTKLEAWIMLDYGLKESWRNLFKIKTSISPGWARMVPL
YFMSNGTEILLCDRSGFYLYDSKDQDEPLQKCVLHDLPEGTYQSITYLDTDVSPHGII                      
>Acoe_049_00095                                                                 
MMGNLPEDMIINILSRLPVKSLLRFRCVSKPWCSLIDDSDFVKMHLNHAIQKNKFNLLLLSEFDDEGYAHTIDCDTSYTE
AIELDFPREALGSSRFIFSGSCNGLLYLHNGQNDIIWNPCTREFKRLPKVPKGREKLDFADEESLYGFGYSEVLDDYKVL
KITEFCPEGDFVSSEIMVYTLGTNSWRVIDGAPYSIGFGPQLIGNSNPHWLVSRYAISSVSGSIVCFDLVSEKFGEIEHP
QCIGNIVSAGMIGGCLCLLNYLEETRADVWVMKDYGVKESWFKLFTISRSTVIRTLEFLGILCLPRKGIVLLEDFYHHLV
LYNLKLKKARNLKVCGVPAKWDETVVYVGSLVSLKSGTYVGQEQLKRKMRQSPEMKAK                      
>Acoe_049_00096                                                                 
MSNLLPNDIVTNILSRLPVKSVLRFRCVCKFWYSLINNPYFIKMHLNQTIENNNNTILLRTHQSKLYSIELDDNDQAIEI
DYPTIEIKDYPDKAIYDTRSCFNVAGSCNGLLCIWNIDRDVFIWNPSTKEFKILPQTPNKLVQDYRDYSLEWDSYYGFGY
DSNLDDYKVVKISQYYDNRAIEYFKSEVNVYTLRSNSWRRVDNMSIRIDSEDQVVPVYVNGNINWRGEDDMYGFPGVIVS
FDLVHEIWRQHPQPEFKEKVIQLGVLGKNLCLLTDNSNQSDVWVMKDFGVKESWCKLFTIPKLMGMDPFFLEVVCFSKSG
ELLLNYRNRVLLLYNTKLEKTETLHIQGTPDSFMPITYEGSLVSLHSSTDVGNKKRKRQEFEVVYGLT            
>Acoe_049_00106                                                                 
MESAIYNRVFINQEIKKNSRMSNFSCLLPWEIIEEIIPRLPARSIKRFRCVSKSWNQFITSPLCLQHFEQFNHNSDYHTK
LLITSTGKNQNFNQIDCPLDHIQFQKFTVLGFCNGLVCVQDFGKRISLWNFVTNEHIDLPEELRKGNRASCFLSEGYGFG
YAPRSDDYIVCKFCSHRPADYDSYMDVYSLRYNKWERIEDIPYSTAGRESGILVSGAVHWLGTPRNREVSIVIACDLDDK
NFRELSLPDFDDNTNNSRNVVLDALHGCLCVLRRTKFGHVELWMMKEYGFKSTSWTKLYNIKIDGSLYYYSKLLCFTNSG
ANLLLRDGSNILSYDTKGGSIRKLVTGDITKYHFGAVAYIESFVSLQSYHCQSSKKRKRLQNAA                
>Acoe_049_00130                                                                 
MVKDQKMGNEEHLTNNQEEEEEEEEEEEEEEEEEEEEDDDDEEEDYDYDDDDELLEEDEEENFEEDGFEDVLQTSGMMAK



LPVEIFFEILSRVPVKSLSQCRKVCIAWYNSIQHPLFIKMQHNRAIKSNSHFVILYELRTKQYYLVDYESLDGLEITQIS
QIPKMPYVYANLDSCNGLIYRREQTSFVMNPITGDFMLLPDSPKYYLEDIKRKEIEKYGCSLGRKCQCCEMETEIYTFSS
GTWETIYDVPYNLEYNDTNAFVNGAFHWIGVDRGKPKAPQVIVSFRLCTEDFQEIALPHGVHLNKDCQLCVLGGCLCLNC
DFSDWRAEIWVMKDYGIPGSWSREYVIENMKPWSEPYVPLKLMDNGEILLMSDDSIMGYYDPEKGTYKLINLYEFLPDRR
HIGQSLIHVGSLISPQNISRLLFIEHITRSPRLIL                                             
>Acoe_049_00187                                                                 
MSGLIDGLPDAVAIQCLARVPFYAHPKLQLVCHSWRDALRSHDILKTRQELGVSEDLLCVSAFEPENSWQLYNPVIDHWM
TLPILPSQIRRLAHFGVVSVAGKLFVLGGGSDAVDPLTGDNDGIFASDEVWSYDPILRCWSQRASMLVPRARFACCVLDG
KIIVAGGFTNFRKSISKAEIYDPEKDVWVPLQDLLLTHNSACSGVVIGGKVHVLHKGLSTVQLLDTTVFRWVVEDYGWLQ
GPMAVVRGELYVLSNGVIFKQGKEQRKKKVVASAPDFQSRIGFAMIGLGDDLYMIGGVIGPGRLNVDIKPLSDVDALSVR
SERPSWRQVKPMTLCHGTLLGCAVLRI                                                     
>Acoe_050_00004                                                                 
YMINIKVSYQKREIEEEELTSMEENKLEFSRFYTRKKMMMMSDSIDKISVLPESILHHILSFLDMREVVQTCILSTKWKN
IWRYVPVLNLDCFSLLKRYEKKECLSCLDIVSWILFLRHDNNGISIQKIKLSNFFNYDSDQMDTLLLFVVKKKVKEVRLR
ITPLKDHHHELPHLLFNSILEVFELVDLRVMYSFTLPNSMCSATQLRILKLDCVILPQGNSNGELVLNYPVLEELFLKRC
FHHDLKFLIICAPKLKILVIGNRHIGSCKLKICTQSLISFSLSYSFYNDYTLEDLSSLVTATIDGYFGKLSTQTLSKLLN
ELRNVKTLTISGTRRKNSPGYADILDQRLDTFSNLRCLELIELCCGIRVVSALLRSCPYIETIMVEESK           
>Acoe_050_00021                                                                 
MRKYMEKSCDRFGELPSNILDSIMSLLPLKYAIRTSILSKRWRNIWKSSFSYATHLDFTKDFAKTQTQEQYVSTVDRYLQ
LHESN                                                                           
>Acoe_050_00026                                                                 
MEENPKKSSNKKRKKMMKKSDEEADRLSALPEPLLHNILSFLDMKEVVQTSFISKKWRYFWKSLPFLNFDYSLWNASSKK
KKQHPSPYVQKVFTKQKCLNFVDGVLLFRDNSSPIEKIHITQSYACDSLRLSKWLLFVASRHVKEVQIDFDKSCKVVTLP
DLLFTSHVEVLKLTGNHWISVQLPGLSSPAKKLRSLILVYVKLPNGNSNGELDFNYPLLENLVLILCDLQHIKKLKVTTP
QLKNLVVECGYNGEINISAPKLLSVKLNAHQFKIHYVEKLSSLVSATIDITAFTLQSESMLQVLEGLQTVTTLQINGHYK
ELLLLNPFSNLRCFKLMGMCRSSCIQALGNFLKSSPSLETLVLDECSRLI                              
>Acoe_050_00055                                                                 
MNQETFINKKKRKFTSTGTEDRINGLPDSLLHYILSFLDMKEVVQTSFISRKWRYFWKSVPVLNFDYSLWSDSSKLEKNV
RPYVKKVYRKHECLDFVARVLLFHDRSTNIQKFRLSYNYCCDSGRLNTWLDFVLERHVKEVHLEMPNGGSYVLPDSLFTS
GIEVFKLKSIRSGNCDGKLFLNYPILEELILKNCDHQHLKLLTVTAPQLKNLVVNNYLRNASCEINLCTPNLVTLKIHGS
YKKYSLGNFSALFSASIGENSKKLRSEYLIEVLRGLHMVTTLELAGYYETLSESRHMLDELLSPFSNLRCLKLIGQGRRS
FIQALKSFMKSAPSIQTLVLEAFWVLLIKPALIFIMKIKYTCLFISL                                 
>Acoe_051_00023                                                                 
MERNTTSLSGFKKKKRLFETDVDRLSELPESILHHILSFLDMKEVVQTSLLSRNWRYTWCSVSNLSFSHNVWKNIVKYER
KINGMGFIFHKKLGFMKFIDGVLLLRNNASLDKLSLSCNCYCAQDRIDMWINVAVKRQAKEFYLESRSGLNHVLPTSIFT
STITTFHLNANVQLPNSMCSATQLRTLELIYARLPYGDSNGEVVLSCPVLENLRLISCFYKYCEVFNISAPQLKNLVINN
EDACYLGDCKIKICTPNLTTLELQGFIYKDYYVERLPSLVHAYIEVSVKKELTQHTSVQHLIEVLKSLDNVTNLELSNRW
IQNIPTCQHMANQLPSQFCNLKHLNLLWGENSCIRVVTSLLKSSPYVETLIIQVPKVVFHPPIEENWEEYLLSECMLNHL
KLIEVRKFHDQKNGLLLVKFLLKAAAVLEKIVIIPSTTLSTDEEQLHKISISVHSLPRSSSSAKIVFVNS          
>Acoe_051_00071                                                                 
MVGFFPEELIYEILARIPAKELLKFKTICKRWRFLISEPRFADLQLRYSKLEDQIIFSFIHCSTSRNYHVEYYSMSIKMQ
ENTMRLHEIQPRSLPNVLTYIKYSCNGMLLLQDHGLWKSNCVTIYNPVTRARKVLPPTPIIHDNSWAIVQDASTGKYKVF
GITLKIKCFVFTQGETDWRYLHTLARTVDRGDVLVSELICLENKLYWIARFGGDDEKVCFLYSIDVADEKRITRTEIPFK
VECVNYCLSKLNGFLYITNCFFRDRLETWVLKDMINNVWIKCCSISDGGAYIFDSFVVPQDIGDNTVFLDQSRYFTFDEG
NLSMNDMKGTKLRTAALKHKQGCLGGKFLFHMDSLINWE                                         
>Acoe_053_00014                                                                 
EVVQCNNNTDQGRKAEDMPLDVLMKIFLLMSNKDLINGISRVCRSWRMACADPCFSKKIDFAVTQSYSIQIPQPPYVWVS
ERSDKELMQLLCFSLVLSRRDTTCLVFHINLYLKDDHLSYVAERSPHLQQLVLPAWNRISTSCINKAISKWKYLYSLTIP
CIRDHRSVLMEIDKNCANFKQLKIMGGPLDISFASSITHFLPKLKVLSLRCSVLYEEAVNHIVENMNQLEALNISHCLFV
RKLPSGREVSVSTPDKSILVKASRLLDFYTCWDQSCFLCRRMRIDKGDLRWYKCEKDLWRTDEVTSLSY           
>Acoe_053_00015                                                                 
MEQCDNTDHQGRRWESMPIDILVKIFLLTNIKDLICGISGVCSSWRLACADSSFWKRIDFAVTPSYYIPMPEPPYVWVAS
SSDNKVMRLLNYSLVLSRRDITSLVFHINLYLKENHLSYVAERSPHLQQLVLPAWNRISTDCINKAISKWKNLQSLTMPC
IRGHQSVMKAIGKNCRNFEQLKIMGGRFDVSFASSISQFLPNLKVLSLRCSVLYEKAVNHIVDNMKHLQVLNLSHCLFVR
ILPPLGDEEHVSKLDESILVKASCLPSFYTCWAPCCVLCQRMDIDKGDLKWYKCEKDLWRTDEVMSLNYLHEAGLSSLQK
QN                                                                              
>Acoe_053_00099                                                                 
MYHYQNLPPDHARKRGKINVELPQEILIDIFLRLSIKSLLGCKSVCKYWLQIVTSNHFVQLHLQLANENNPRIIFTANSE
PGIIDLYSLEYEKTGNVTINYNLLLSCKLNIVGSCNGLVCLSDYLTFMMICNPSTKECIPELFVMLEPLPADYKRKVVLG
FGYDPLTNIYKVVRVDISYCTRADASIDAGECIFHVYTLGTREWRRIDETPGRLSSEANVAFVNGALHWFMLSDKSRWGD
NSPEFSSIISLDVGKEKFQNIPAKLFHNKECHRLGVLQGCLCTFVSRIKKNVQDCIDIWMMKEYGVEESWTKQFSVTNGI
KLPRYIEPFLVQRNGGVLLKSTIRNDSKPKKFLYACEPTGNKLNIYNTIEWINANTYVESLVKLPEFARSMKTSKRMVVE



LPQKVLINIFLRLSNNLLLCCKCVCKQWLQIVTSPHFVQLHLHRANESNPRIIFTVQSEPGIINLYSSEYEKTGNVAINY
NLSLPSPIYIVGSCNGIVCLSDYRSFMVLCNPFTEECIPEVFGVLEPLLADYTRRFTMGFGYDPLTNTYKVVRIDISYSS
HVDTTPADSGEYKCHVYTLGTGIWRRLDGTPSGFFCAQNVVYVNGALHWAIVNNTSRWSDNTMLPSSIMCFDIGKEKFQI
LPGTFFPKNVQIRLGVLQGCFCLYGIRSSEERGVEHIDVWMMKEYGVEESWTKQFSIDYAMKPHRDFIDPLVVLRNGEIL
LKPEVRGNNLNLIEGLYSYDPTCNKLNDHYNTMKWMSVDTYVESLVSLASFSDKGIKEDDETTVIVG             
>Acoe_054_00017                                                                 
MTTESCNARRFSRIMKSCFPNSTQPEYSHQTTYLIKLSDKISSENRHQYQTNFSSLPDDLLLECLSRVPLSSLSSVSRVC
RKWSHVINSSSFFNLRRNHYLIHQTIFAFSLTDFGIFVANLRYENELSWKIDCFRNVDCTMPQIIEGSISHSRLIAIQTF
IFIISRNSTIRYNTWTGKFSSRSTMLFPRKRFAAAVIAGKIYVSGGGGGGDRTETVEEYNPETDTWQIIAESPRRRYGCI
GAGVDGVFYLIGGLKISNRSDCSRDATSTEARAYACSMDLYDVGTRVWLRSRSVPGGGCVIAACAIGGHVYVLINHAVEL
SFWRFDGRRLLKSQNGNNCNNGFGEWCRLKNPPLPAQVRLDNTVRFSCVGVGEEKVVLIQVMGCIDDLLRRSGRNCRGLK
EGLVLVYDKETGDWSRDLDLPEIIRRAACVCVEC                                              
>Acoe_054_00089                                                                 
MEKQCDRISNLPESIQTYILSFLPTEDAVRTSSVSKRWRKVCYFVPNLWFDEPYFYKYIIPNDTSPFINFVNSTLSHRDE
SDVDKFSLIVDAVDLNYDVSHVNSWISFAVGHNVRDLSLRVRLGYLKCLPNCLFTSKTLTNLKLHNLSLKEQTLAGFPML
KKLELFEVIFGDVNQINQLISSCPLLEDLMVATCSWKDNDTTVLVISAPNLKNLGLKHLGSCHEFQVYTGGLRQLDYNGS
PPNISPEIILSLLYAKFDYIPPAFVGLSNTPREAFDRRVSRILIELQNVVTLTMSCWCIEFLADDRDLLSHLPASCPSLR
DLNLTALATKNHVQVITILLRSYPNLCNLRIEFQELFYSSSNKLNMEEYWRSDHLSTNGTLKHLKTVKLTQLRGSDEELN
LVKYLLETSDILESMEITFQYHEYVRPQMKKIAVFTKASPNVKISFLMEEIGHNVRDLSLRVRLGYLKCLPNCLFTSKTL
TNLKLHNLSLKEQTLAGFPMLKKLELFEVIFGDVNQINQLISSCPLLEDLMVATCSWKDNDTTVLVISAPNLKNLGLKHL
GSCHEFQVYTGGLRQLDYNGSPPNISPEIILSLLYAKFDYIPPAFVGLSNTPREAFDRRVSRILIELQNVVTLTMSCWCI
EFLADDRDLLSHLPASCPSLRDLNLTALATKNHVQVITILLRSYPNLCNLRIEFQELFYSSSNKLNMEEYWRSDHLSTNG
TLKHLKTVKLTQLRGSDEELNLVKYLLETSDILESMEITFQYHEYVRPQMKKIAVFTKASPNVKISFLMEEIGHNVRDLS
LRVRLGYLKCLPNCLFTSKTLTNLKLHNLSLKEQTLAGFPMLKKLELFEVIFGDVNQINQLISSCPLLEDLMVATCSWKD
NDTTVLVISAPNLKNLGLKHLGSCHEFQVYTGGLRQLDYNGSPPNISPEIILSLLYAKFDYIPPAFVGLSNTPREAFDRR
VSRILIELQNVVTLTMSCWCIEFLADDRDLLSHLPASCPSLRDLNLTALATKNHVQVITILLRSYPNLCNLRIEFQVQTA
EPNIRKFKVTNNVFAAETDCSNYKLLFLIRNYSIHLQTS                                         
>Acoe_055_00014                                                                 
MKRKDISIGIIMSKKIEEMDIISNLPDPILHHILSFLDMKEVVCTSHLSRRWRYIWRSVSHLNFHQDLWSDTCTNNDFRI
PNLSEHKFMDFVDYVLYLRDDTNVQKFLLSGSGHGMGNYQIPKWMTILINRKIPEIHLKLPEYTALPLFVFTSPTNLKIL
HLEYAILPQGDLNGELELKCQVLETLVLHSCYHKCLILKLFALQLKNLVLDNDREKCVDFCKIKICAPNLNSLKCKGYMY
QDYFMEDLSSLVTANVGGIAGERINVQHVIKLLSGLQNAATLVITDCWLKDNESNITKNLAEYGCFNFSFRVLNIQNVEG
SENELNFFKFLLENAMVLERVNITTCLSSGAGRKELDEFSKKLHSLPRASTNARIHFVIKN                   
>Acoe_055_00034                                                                 
MENIPQEIIITEILTRFPAKSLLRFRCVSKQWFDLITDSSFIKLHLNYAIEGERVNLFLVSKHQNAGRPTPVYSLEVGYS
LNKTVNMETNDSLFYDDRVLLGSCNGIVCLLYLDFSLCLLNPSTREYKKVVIPNRPSFGMSDVYGLGYDQTTDDYKLVQF
VWPLSNPTEVHVYSLNNVTYTTIPIAPYRFWYKDQRGIYFGGAIYWIAGRYCDSVLVIICFDMKENTFHEMLPPPIAAVA
VDNSTLGVLGGKLCYLCRSRYDGNINIWALKNYDISDSWYKLISIGTTSVLPLGCTSNVVPLGLAQSDKLVLKCGRKLVL
YDPKGKTFTTDNNYGISPHKIVAIVPYVASLVPLKSGTFITTATPVKSSDRNQQEIEGFCANLPETF             
>Acoe_055_00072                                                                 
MANIPQEIITEILTRVPAKSLLRFRCVSKPWCNLISDSSFIKTHLIRAVERNNMNLFLHSKDQHIYSVDGDTLNESMEIK
NPFHGCLIHGSCNGIVCLRKENKICLMNPSTREYKILEIDHREYLLNYPKVYGFGYDDTTEDFKLVKIVYFDKFVEFYSR
ISVYSFKHDSWSTISNIPYWRVNAEELGIYLHGSLHWVAYTVEPNSSKRIVCVNVKENVVREMFEPIALNSGAETKLGVL
EGQLCVMCTSNYIDVWVMKDYALSDSWYKLFSLDKPFQSSVGRQIGAFCFSTNGKNLLKNDSKIVIYDPKRKAMTAEAFD
VPWLKIVPYVASLVSLKKGSYPRVKESSIGQFFAG                                             
>Acoe_055_00106                                                                 
MKKNCINVDGINALPDEILIHVLSFLPTKHAVRTSVLSNRWRSLWTFSPNITFPCNGENATNSLQELEVHNINHCIAQVK
PEVSLQKFEVELFLNRNICSDIQRWISFSVTRGVRELDLLCIGSQDVKLPDCLFSCKSLSKLILCCSDFDPPLDFHGFSN
LKELILIRVNITDQAMDNLLSTCPILEDLTLKACPNLSNLKISLSNLCFKNLIVFDCYNLVKLVVDSPNIRVIKYEGQVI
PLTLMNVPHLTEANVQFSGVLMVGSDLKALVTKIAQVQLLSVSSWFAQFMYAEYFLKRTPHTVFKNLKELHWCGNLDSKK
MVLAIATFLGDCPLLEKFHMNLEANDFSNAILIPHVALGVFPKPDNKMEYLLQLNVSLHNLKTIKMVGFSETKKQMDLVK
FLLDKSAVLELFLLQSQKNKDEKSQSLLQEHLSCLPKASSCASVRLLNPPPDYIRDQYVAGVLIGDVAVADDVEDFGDGQ
VGDEE                                                                           
>Acoe_055_00136                                                                 
MTKKAKTCNKQSLINLPEEIWYDIFSRLPVQALYQCMSVSKQWNNILNSLVADSYFAKLHYSRIHEDDDYGFFSLCCDFS
NLEIISLPAAIGFDTFKEIMLFYSPAGFYFDAINNTYKVVYTCRCNNIYKTTIVEIYTLGSGRWRRILDIPNCLFFEQFT
SQLFVNGALHLPVLLYEKQVNEKYIGALDIEAEMFRSFRGPPPPQDNALSRRTLCSLRESLCVFDNKGDGHIDLWIMKNY
AIEDSWTKEYSIRKETPRLKIPTYFYEILTTFKHKVFLIFQNECEEYYDLEKGEFKPIQIHGIPSRSCRFCAVFHVGTIS
ITSSPEIYY                                                                       
>Acoe_056_00076                                                                 
METITMTGAFAKLPVDISMDILSRLPLNTISQCRWVSKAWYDLVHSSSFAKVHYAKINKSPFMILWDDLGNDYLIDNHAF
ETLATSTIAHSIKFRTEVDKFYDVVGRVNGLACLSSMPAKFYPLPYCICNIHTGEIIMLPDSPRFDIAPISSGFGFDSVT



EEYKVIRIWKKSCKLEAEVYAQGSRKWRLIRNVPNIAKSISSENIFLNGSMHWLTGKNGYEGIISFDVGREEFNVIKMPP
DINVNTKSIKLEVLGECLSLIDTAFSGEKTIWVMKRYGIDESWVMEYVLRIVMFMRLNNIFMIFFFDKLQKPGNITSDSR
RSCLVPNNSFTPPE                                                                  
>Acoe_056_00085                                                                 
MSMEMLKSLWNITRWNDDHHGLSCGEWVLNDDLTTKVLSHLPIESVPSAKSVSKLWYDLSTCQSFCQAHFINDSRKNILS
GVFVQGVHYCTTSSSNCCEDYVDNEFVDYVTINAKDGKHKVKENILDFLPQKVVISSSCNGLLVCRSLFRRTKTHNWSTR
TMNPDPAELIIYVCNPLTKEFHAITPNLTNSDRCGVALAFSDPSSICFEVIVVQLIQESKASFCYIFKIYSSKTDSWRVP
NEICRCPHRLQFHKQVFVNGVFHWLTDGHSMLTFDLKNEKALIVMLPNPVMGKGGDWGICLGESEGYLHYVFSSRNEFRV
WILSGSDYSNPEWELKHLRHVVERTKLVDPENWDGTKCHLPDSNNMPNFFVEALAFKDNVVFTKGNLTLRTYNIKTDQTD
EVISFGKVNYESHRTPFVLPYSRSLLPVRNTLGLPYF                                           
>Acoe_057_00002                                                                 
MTTKMLRSACHLPEEIMFDIFSRLPILDLFQCELVCKDWYTIWTKLVSDRFFVNSHHSRINQNLDGSNLLIQCCTSESFS
KLYLVNHENHNTNTTMKTAFEVKFKLPLKKFKLVGSSNGLLCLCLLPDEEVYYICNPIIGEVLQLPRACGVDTYREKNLL
CYSTPSGFAFDTTTNTYKVVRTWCFVDEVFGKLKTGVEIYTIGSGRWRRVKNVPTCFSYLPETKQVFVNGALHWHLDLKF
YNCIGAIDIKSENFRAFGKPPDSRINRKRTLGVFKESLCLIDDTIEGEVVLWIMKDYGITNSWTKEYTIRYELLGPLWRG
PFEILRTVKQQSVLFHRDEDLGYYDVDKEEFKHVRIDGIPGYFDEFEAVVHLGSLISPRTIDGRSAGKSTKTPRCWRQKP
MIKKPSRSMLVTFNINV                                                               
>Acoe_057_00007                                                                 
MKRQGTSLLAVKTKRRWIGLPEEILFDIFSRLPIKDLSPFRSLSKDWNKFITDPFFVDLHHSRLDTYRKKKLLCSAAPSG
FTFDKITNTYKVVCTWQFANGIYGDSFLKTGVEIYILGSGRWRSVEDVPSYFFCPPITSQVFVNRALHGLIRYCRSDSEF
DNGIGAKDITSENFRILEEPPRDNSTRSRTLAVLKESLCLIDYTVGQLEEICLWIMKDYGIKKSWTKEYIVETELVRPLR
LPCKILRTVKQIYVLFQGDENLGYYDVENEEFKHVRIAGIPWYFKDFEAVVHLGSLISPRTIDGRSAEKSTKTPKRF   
>Acoe_057_00049                                                                 
MEGRKRRKKLTMKVVLPDHIIEQILSRLPARSLLRFRCVCKTWCNLISDCVFIDLHRKRSIERGTITKLNLKSKDRRYKS
YLIPDCANPNQVRKIVYPSKDTSWFSCNLGSCNGLVCLKQENLNKKSTLCVWNPSTRKYATIPQHSPWDDSSSYGFYYSF
ISNDYKLLKITYQNDQSSLLMVYSFGENTWTNMGDISYSYFETDVGKLFNGAIYWIAYDSNDTKFTKILVAFDLAHETFL
EVPMPENYYNLGASSVEIIELAGCLSLVCNNRLVCEVWLMKNYGRKVSWTKLFTIKPPNDVRSFRPLYIASKDEVLVHIN
NERLFLYDKGNLKQVDIVEKHQASGHEPEMHEDMLSVSKLVTRNFTTKVIKGLHILWITTSPRLGKG             
>Acoe_057_00064                                                                 
MEVVLPDHIIEDILSRLPTNSLLRFRCVCKTWCNIISDCFFMLLHLKRSSERSSGNIKLMLKLTDDLYLMPDCENPNQVI
KLVYPSNSTSYPYYLGSSNGLVCLQEKVSPTVREFNIRVWNPSTRKCAMIRQHLPQDDNRLFLSSAYSFFYDSITSDYKL
LKITAHKDISSSQVMVYSFGENSWTHMADISYRIFHRHSVCEVWLMKNYGRKESWTKLFTINRPDHIYVPHHIYLTPLYI
RSKGDVLVLIEGEGLFLYDYDHESLFNPESLKEIEKIDIEEKHPAAVIGKKIKNHFSVWPFNYVDSFTGFEISDGEHKKS
SGER                                                                            
>Acoe_057_00071                                                                 
MGSGNTNTDRISYLPDPIRSHIVSFLPMKDAMRTSILSKKWKHVCSSLSRLEFNQSDITGTDFVNFVDEMLFRHDGSDIQ
RFCLKINLNSAYISSRRISMWISFALRHNVQDLELFINHSEIARLPFDLFTCSTIRELSLNCFQIEWPTILRFPVLRKLY
IEELSFENEDTFHKLISSSTSPMLEDLEIQSCFLGCSHSFHL                                      
>Acoe_058_00162                                                                 
MGGGSFCVSSGRQENRMLNKYGGKKVKRKESVAIVVGLTLAAEMGWSNIWVEGYSEAAVASLRNNNPHWKMSMLLPNWSE
LPEELLLIIAEKLSFYQDFLRFGAVCHPWKSVTLNHKRHIQFLKSFPWLLLTAGEEEDQRYFFIPSENRVCRLNLPEARG
CHCWGSPNGWLVTLGFDQQFHLLNPLTRKRLPLPPLSTFKDRNFTASKPGTNRMFCVRKASVFTDDENPQFLVVYLIIGE
FQKCAFARPGDTTWTVVGKSDLLIDVINFNGKLYTVENGGEIRVCDDPNGPHPTLIHFAALPNVVMGTERFYLVELGGEL
HLVVRTSDRTQTKIPPNEFHHYEKTSYFEVFKLDLFTLKWDELETLGDYALFVGSNTTFALKASHYPDQCKAGCIYFTDD
YDEAYGKLVGDDMGIYNLEADTFELLYKGDDILSRFSPPVWITPKPF                                 
>Acoe_058_00165                                                                 
MSMLLPNWSELPEELLLIIAEKLSLYQDFLRFGAVCHPWKSVTLNHKRHIQFLKSFPWLLLTAGEEEDQRYFFIPSENRV
CRLNLPEAHGCHCWGSPYGWLVTLGFDQQFHLLNPLTRKRLPLPPLSTFKNRNFTASKPGINRMFCDLAFARPGDTTWTV
VEQSFLQTDIINFNGKIYTVQHGDELMVCDDPNGPHPTLIRFAALPDVVVGTERFYLVELGGELHLVVGTSDRTQTKVPP
NEFHHYYKTSYFDVFKLDLSTLKWDELETLGDYPLFVGSNTTFALNASDYPDLCNPGCIYFTDDCVETYGKLVDDDMGIY
NLESDTFELLYKGDDILSRFSPPVWITPKPF                                                 
>Acoe_058_00226                                                                 
MEKGNRLNKLSLPLLRVCDNKIQKRKSSSPPCVCDGMERDRMKMSKRNCYICAFETDRMRNWSTLPSHLLDLIAECLDLP
DLLRFGFVCQTWKSVCGPLQFRNHLPWLIVPIKNAASNTMTFDDKDNVGFFSLCDDKIYKAEIPELSNRRICASLPGGWL
MTVHENSEIQLFHPFSPKLSLIHLPPLMELPCVLGTIKKEGVASPLYYIITKFGSPEPRFFPPAYVRDHCIHKVAMSSSL
ITSDTIIMIIQDAGHSMAFYRFGGNQEKWVPATQNQNHYNFQDITYHSGKFYAVHSNGYVIAIQGLDDTETLPYGEQVIS
QHPGDLAPRYYILESSGDLLVVLRYSVNLGEKDPNDMLQVRPFKTVGFKVFKIEFGVPDNKWVQIHNLGDRSLFLGYNSS
FSLSSTHFSGCKPNHVYFTDDLGHCCYSEGHGGHDLGIFNLEDGGIETFLYPSNTLLVTPPPIWFAPNIVS         
>Acoe_058_00227                                                                 
MEKGNRLNKLSLPLLRVCDNKIQKRKSSSPPCVCDGMERDRMKMSKRNCYICAFETDRMRNWSTLPSHLLDLIAECLDLP
DLLRFGFVCQTWKSVCGPLQFRNHLPWLIVPIKNAASNTMTFDDKDNVGFFSLCDDKIYKAEIPELSNRRICASLPGGWL
MTVHENSEIQLFHPFSPKLSLIHLPPLMELPCVLGTIKKEGVASPLYYIITKFGSPEPLFFPPAYVRDHCIHKVAMSSSL



ITSDTIIMIIQDAGHSMAFYRFGGNQEKWVPATQNQNHYNFQDITYHSGKFYAVHSNGYVIAIQGLDDTETLPYGEQVIS
QHPGDLAPRYYILESSGDLLVVLRYSVNLGEKDPNDMLQVRPFKTVGFKVFKIEFGVPDNKWVQIHNLGDRSLFLGYNSS
FSLSSTHFSGCKPNHVYFTDDLGHCCYSEGHGGHDLGIFNLEDGGIESFLYPSNTLLVTPPPIWFAPNIVS         
>Acoe_060_00023                                                                 
MAEETSLSFVDFPEDVQLCILSFLTPSEIASFSCTSKRFLTLCESDNKLWFSMCDRRWGLNTQIKKWGNGQIQFKLLYRI
LNRWDNLIGFWRRCGTQGIVVGSSSSSSSSTPPLIFFEWGKSFITGSRVSPSKLGTYTVIKTPFIWMGISPKGEPVSFLD
PDCRFESSNDFVITATELGVLDSDELVSVSVNFIGKIHMVVEENQTFFSSSSSSSGYYSPEGRKSSFSDLRVEDDDVNGI
ESTSPGGLPDRLRSEIYQYFANRTSPSGDRASRRQRKKERERMGKRKWESEHFVKIVNSSPTPSHPLQGLWKGICDDMSL
DFFLVTYDDIGGITCRRLGDASEPFSGYSPVFWTSNTTYVDSPFSPDEEYIYDIRTHLRPPGPVNHIHEYPSYMQNEVVL
RFLKINSSYDLVIPGSSINPRHTEGRIWLYADGTYGYGFLRNNYIIDLKHIALNGCLFDTTENCCN              
>Acoe_061_00043                                                                 
MLPVRSVLRCRSVCKPWKKIIDDHQFAKLQFTRSRSSLLPSYNNVGYKPIVTSFLFLPCYTNGYGYDDGFYIVEQDKENT
NTFNTAKIKFSSSCPPNFSYHCYDQLLYVDGFLCFCLVDGFLSCLCNPATQDWVNFTSFKPSTQLGFGLDFDHINTKFKL
AAISYYYYSDGSGGYTTNAQVFTVGSNSSWRDLKNVPQVMCSNFSATVQGSIHWLTHNNDMLSSHILSFDLASENFSFIV
LPKCYLEEEFLLEEFHIINFGGDLSVVDFSNNDRVEVWVMKEYSGKESWTKLTVMRKDVVTGVEYIQLFPI         
>Acoe_061_00073                                                                 
MDYLPSEITTQILSKLPVRSVLRCRSVCKTWKKIIDDHQFAKLQFTSSLLQSYNVGNKPIVTSFLFLPSYTNGYDDAFYI
VELDKENTNTTFNTSKIKFSSSCPPNFSYHFYDQLFYVDGFLCFCLQYGFLFCLCNPATQDWVNLTSFKPSTQLGFGFGF
DGFGFGFDHINTKFKLVEISYCSDATNAQVFTVGSNSWKDLNNVPQVMCSNFSATVQGSIHWLTHNNDMLSSHILSFNLA
SENFSFIELPKCYFGEEFLLGEFYIINFGGDISVVDFSNNDRVEVWVMKEYSGKESWTKLTVMKKDVVTGVEYIQLFPIS
PWKDGEILLLYESKKLVSYNFESGRYTLFQINGLPGNNDSDNVKKPCFYDVYPYVGNLLSVQPTDY              
>Acoe_061_00074                                                                 
MDHLPSEITAQILSMLPVRSVLRCKYVCKTRRNLIDDPKFADLHFTKSSFQLQESERLVDLTNFKAISRYLHGIGCGFDH
TNKKLKLVVIYNSLVVDGSNGCITEAQVFTLGSDLWIDLKNVPQVQCLKPSATVQGSIHWLTYEFHFLRILSFDLASENF
SFLELPKCYLGKEVDVHEFRIMNFGGDLSVVDFSYYYDRIEIWVMKEYGVKESWTKHTIMRTDSVTGVNYSRIYPISPWK
NGEILLLNDGRKLISYNLETGMYTLFQIDGFPEDYYLNDVNQVHRFEVHPYVGNLLSVQPED                  
>Acoe_061_00075                                                                 
MDCLPTEITTQILSRLPIQSVFRCRSVCKPWKKIIDFHQFTQLHFTKSFQQEEETSFGKKNPFTFIFIPKDCHAVYFVEQ
GPKNPYIFKSTRITFLSRPPSVIMSYKNLFTNGLLCLPSNEPINEECFTYVCNPVTQDCIMLPKFITTSHVKSLHLPAFG
FDHSNKVFKVVQLFYLLDSDGMKYEAQVFTLGTNSWRKLENVPKMKCCLNSTAAVNGSVHWFTECEYTERKIMSFNLASE
KFGYIELPESCRSREGKFRLTNLNGWLSLFNVNRDDHIGVWVMKDYNVQASWTKFVMRRNNEMMFMDIVPISFWKNGEIL
LLGGIIDLFSYNFDTKEYTYFRVDGLPMSDYDINIHEHLDSCWKFLRATPPYFMSSKILTLELPHTCSIPAT        
>Acoe_061_00082                                                                 
MKKVLRSTRDTNKRRKVTVDEKKKEETPCWSSLPLELMENIMTNLYYVDHVHVKAVCNGWRSKYIVPPLKQLPWLMAFPD
NTWSSCKLFDPVYKKTYSVNVAEKRLRGKNFDDIQIHTCKQGWLLMSLVKKPKCLFLYSPFLDGRIIDLPPLNSTFEMAT
FSSPPSNSDCVVFTLDAPEDSKTVYIRTCDLNNKKWITRVFRPSNWMFFGCNSVNYMDGTFYCLSKSGLLGTYNMQDTPS
WREFSEQEFQIINPKATSVHTVVFDGKIMLIAINWQVTDDNRFQIYRLDRTDMTWYKIRSIDDQVLFLGDCSVTLPANVA
GSNLENKIFYSGDSRLKAFSIGDGSSKRKGNPCPQIYGSLSRQDCKKIWIETPLSTKVRNVIVLI               
>Acoe_066_00033                                                                 
MTTEDSICSLSIELPYKTPISARKRLKLDNEQEIEIVNEDRISRLPTKLLHKILSFLDMKYVVQTSILSTKWKDLWTSLP
TLNFNCNNICESKNKTAKDDGEQFMKFVDQVFTHRKGSNIHKLQLFYNKKDDLQRKRVYPWIRSSIQDNVKELDIHLLSS
SIQVPICLFSCKSLTVLKLDFGLFQRSIDIPRSVSLPRLKNLHLQSVWFDDGELTSMFFSSCPVLESLTILGCHFHNMAI
LLIDCLNLKHLTIENCSDGSDYVDLVHCKIGIQAPKLLSFRCKDHMSRNYIFLLISVVRVDLDMELEKIFEYLRKNGEEL
PASKKEEYAQNMISLLIQVSNAKALTLSSWLIEVISKPPALLQGLPLQFHILKYLKLKTWFSRECVCAILNLLTISPKVE
TLIVELSKMLVNPTDMGEGQETELSLQCMDHLKFVTIQGFLGGLNGISFLEVLLKNATVLEKMVILYPKDLAPGKKQGLK
QLSKKILQFPRASSNVAISFPSTD                                                        
>Acoe_066_00037                                                                 
MKRRRAPPPPPPPTMAILNLCRRLPHKLILEILSRIPAKTLLGFKLVCKSWYNSIHDPIFIRMHANQSMENNTSVFLASE
PSFSMSAGPFDLVSQIYSLEGNSHDKCVEIENPIVHKSRVLGSCNGLVCLSNGKLMCLLNPFTREYKMIKVDNEISFKKS
VFGLGYDNANDDYILVQLVHTDDCFDFYDFDLDDDMDSGVYVYSLKDTLSCSKIGNIPYRRLYAPDLGVYLNGCLHWVAT
KKQCAPVDILTFDNTEKVFREIPRPVNLGEGANMTLGLLGGKLSILCDFYKKESELWVMGKYGVADSWIKLVSMVKGFLP
KAPQSRALCFSENGKLVLKDGKDPILYDPKTKKVWNISYRGLKWYKICKSIVYVPTLVSLKSGNYADVVDEDKPSKKRKK
RAYNYSDDYMLSDESEDDYECDYEYTLPDSLEDFDFAG                                          
>Acoe_067_00022                                                                 
MSRRVRRKGVQLKNKGKESLQCYLEIGDENLCIEREVEVDWTNLPDDTVLQLFSCLNYRDRASLSSTCRTWRDLGSSPCL
WDSLDIRAHKCDHTIAASLASRCSKLQKLRFRGGESANAIMYIHARGLREISGDFCRDIGDATLSVLAARHEALESLQLG
PDFCEKISSDAIKAIAFCCPKLKVLRLSGVRDVDSDAINALANHCKQLVEIGFIDCLNVNEMALGNVSSVRFLSLAGTRN
LKWTSDSMLWKSSHNLIGIDVSRTDISASAVLTLLSSLPNLKVLCALNCPILEEEGDNLAYYQKGNLLLAIFNDIFKKVA
SLFVDSTKSGRNVFSDWRNMNNGDKNLNEIMTWLEWSLSHTLLRIAEGNPEGMDSFWLKQGAALLLSLMQSSQEDVQERA
ATGLATFVVIDDETATVDCGRAEVVMGDGGIPLLLNLARSCREGLQSEAAKAIANLSVNAKVAKAVAEEGGINILADLAR
SMNRLVAEEAAGGLWNLSVGEEHKGTIAEAGGIKALVDLIFKWPSGGDGVLERAAGALANLAADDKCSMEVALAGGVHAL
VMLARSCKFEGVQEQAARALANLAAHGDNNSNNAAVGQEAGALEALVQLTRSHHEGVRQEAAGALWNLSFDDKNREAIAA



AGGVEALVALAQNCSNASQGLQERAAGALWGLSVSEANSIAIGQGGGVAPLIALAHSDAEDVHETAAGALWNLAFNPGNA
LRIVEEGGVRALVHLCSSSISKMARFMAALALAYMFDGRMDEIALVGPSSEGHSKSIRLDVDRRLALRHIEAFVLTFSDP
QSFAAAAASSAPAALAQVAEAARIQEAGHLRCSGSEIGRFLAMVRNSSSTLKACAAFALLQFTIPGGRHAMHHAKLMERA
GAARILRASAAASVAPIEAKIFAKIVLRNLEHHNSGASI                                         
>Acoe_068_00011                                                                 
MEKLTQDLIIDILSRLPTVPLLKSRCVCKSWNHIITFDPIFYTLRNNHKSLLTNADALILLSPCNFTDRSVDQLYFTQLN
DPPLIQKIAVSSFVRGITKEVYLRIVGVCNGLICLATFQKPLCGPSSVDKQMIKSFYILNPISRENLELPKFEEESLLSI
SSGGSTGKLKQRRFYGFGFDKCNQVFKLVLFVIFYDVDDDYDNKIVMSEMLVFTFGSGWKRVLGEVPNMMRYAFTEASNV
CVDGRLYWITCTTVPDSNSYNMVIMSFNLSDEAFGIIQIPEMVVVESDYYLVQAHYYYTLTVLENCLCWVDMKNDKHINI
WIKTSAESWTKKFCLQKNLLPRHFGPVRPIKLEQNGELFLYHRNHVISYNVQCNKSKFFIIDGELEGISHDEGFSFAGSF
ISVNSH                                                                          
>Acoe_068_00089                                                                 
MDRSSFLPDEVRNYIVSFLSVEDAMRVSAVSKLWRNACSSLIRLTFDEVEFLERGYTVANFRDFVDEILFRHDGSDVLEF
HLRVMIDDIHVTPRRVIGWLFVKSLRLFSVQIEGPVLFKLPSLEKIYMNDVIFTNDEVLQNLISSRACPLLQEVEIQSCV
IGGPALVIANPALLSVVVYDEEITELKIFVPKLLKVVCHCWSMPIIPKNNLASLTDVAAAAGVQEILIGLINVKTLCFNS
IFIEYLCWGEETLVSRLPLCFRNVRSLCLELFDSYKHFEVLKLLVRSCPDVVRLEITAVGQVC                 
>Acoe_069_00028                                                                 
MEKKQKEEEEMKNLFNRLPEELTERIIANLPISSVFDCRCVCKQWNKLLKSNSFIELWNQISSRDLWFLVYHTCRIVAAY
SPRSGNWNNLPLYDRCSLDSSQVLLLASSGGLLCFRNRNSDYPTLIVCNPVTSSYRILPDMPQVRYIDIVGMIAMTSSVV
GGGTAGNSDSYKILVTGTSEPASSESITEVYDSRTGIWEQQCCSNQEFLQFWFEVHAIWHDGFFYCLATPLNTSQGYRLI
AYDMEKRVWIDLNVKMPFGDIRCPSLLICQGKLYLAGKIVEDYLIRSICIWELNLEKSRWVKVVEMPDEVLKKIHSPHSV
LIQCQGHGDLMCFSTHRGWQSIIYNFVDKTWHWLPENEICGRSKSQAMGRNNLVGLLYEPSLSARV              
>Acoe_070_00012                                                                 
MDLKKKKMVGVDEIERKNVNDGFDQDRISNLPNNLIQYILSFLDTNNAVRTSVLSTRWKYLWTSLPNLDFYDDKLMHSDI
KIEDEVIEKDFAKFIERVLLLYDGPYINKFYLKIVKLYDSEKVNDWISNVIMRNVREMVLDISNDVLDGGLFFPRSFFSS
ETLTVLKISTESVLKIPSSVCFSRLKVLYLGFVYVSCYDPYQEISFSCPVLEELFLEECEWLEIEIVNITAPFLKRLKIK
DYPYCHDDRLYHCQINVSTESLVSFKLTSNLPYKYSLSDISSLSNANFDINFNSYGEVINGHVTTALTSISHVKNLTFSS
HTIKALSRAQLLQHVTMFTCLIHLRLIVEYDKDTDRGPRFDIGLVVVLLSYLPNIESFLFSNHNRGTEQNWNLPTIPEGS
LSCLKSVELKNFSGSTSELSLVKFLLKNSTILEKMTIDFERSLLADPVKKMETTTQLQLLSTGSPGIFRYSRTDELIQEW
QRGSSFMTVDC                                                                     
>Acoe_072_00041                                                                 
MMMVERFPEDVVMEILSWVPVKSLLRFRSVSKSWFRLLTNDSHFIKLHLNRLIQANSKTSIMFLRKTHFHFAEDYTECDK
AIELDVPFNMVPIKYTVSGICDGLLCLSDNVFESRPEVFIWNPITKDYITIPCSPIPSHFLTTNRSIIFGFGFHQVTNEY
KVIRIIFTCLRVHSWRDIERISHNIIFTPNFSFSNGAIHWVVAMPGSVTWNQIVSFDLKDEVFQEIPLPKGVSYYDDPAE
DFYDIKIGEFDGNLCLFCTYIEEDVHIQIWVMKEYGVISSWSNQYKIGEAKTWSSYLEPLGVARSGEIIIREDKRQLAVY
DPKTNSVKSLQEFGLEFDLVYAYIGSLVSPRLINGASLIT                                        
>Acoe_072_00042                                                                 
MAEERFPEEVVMEILSWVPVKPLLRFRCVSKSWFRLLTIDSHFIKLHLNRLIKANPKPSIMFLRNHHLPRTHFHHAEDYT
ECDKAIELNVPFNMEFLPIKYIVSGVCNGLLCLTTFIENYNYLNVYIWNPLTSDHIVIPCPPIPSHFPTDEVSTLFGFGF
HQATNEFKVIRFICTSNHTYLAEEFQSHVSVYTLRKGSWRTIEPMSYQISLVNNSVALVNGALHWLAARPGLICWNVLVS
FDLEHEVFHEIPLRKDLDNEYFTHYWYHMSVGELDGLLCLFCTLPEEDIQIWVMKEYGVISSWSNLYNICQPKVQCTSFG
LKPLGVASSGEIIVREDTWRLLAYQHKLYSLCSHETWLVSRQ                                      
>Acoe_072_00044                                                                 
MAERFPEEVVMEILSRLPVKPLLRFRCVSKSWFRLLTMDSHFIKLHLNQLIQANPMPMIMYLREHRSRSTHFHLAEDYTA
CNKAIELDVLPFNMEKLHRKYLVSGICNGLLCLSDYFFEEYSKVYIWNPLTKDHIIIPCSPIPSHTIDDWWTLYSFGYHQ
VTNEFKVIRIMCTTKHAYTNEKFQSHVSVYTLGTGSWRIIEPMSYDILLTIHYPALVNGALHWLAARPGSTSWNLIVSFD
LKDEVFREIPLPREYGVIGSWSIQYKIGQPNGHQSSFRLEPLGVASSGEIVVRADTRRLIVYSPKTNSVKRLKKFAFQSY
HVYAYIGSIVSPRLINATSHIIDTEES                                                     
>Acoe_072_00046                                                                 
MEILSLLPVKSLLRFRCVCKSWNQLLRDPYFIQLHLNLHQSIKTNNNHHLNSDTQFLFLTDSQGITDFHCALDYNACHKA
MKLYLPVKRILRGHYCYKVFGICNGLVCLANLSGSLKVHVWNPLIRDHITIPSSPIPSVYPDYERHGFGFLHDTNEYKLI
RIVCTPEFKCSEPHEYSSHVSVYTLGTDSWRTLEPISYRLCEGSGALINEALHWLAARPTDSLSWSSILSFDLKDEVFQE
IPQPNGFEDYHCSHYVKVGELYGLLCIFCILPREDVQIWVMKEYGVVDSWTKQFKIERPKVRYCPYSLQPLGLANNGEII
LQKDMWQLFSYNPKTNSLTSLKKFLLKFDQVYAFVGSLMSPSSFNGVLANH                             
>Acoe_072_00051                                                                 
MEIFPRDVVKDILSRLPVKSLVRFRCVSKTWLEFLTKDNHFIKLHLSRSHHHQPNFIFQTYVYIDCDMNSKISESKFDCE
LEIFGICNGLVCVTDYFKFYVSNPLTKDYISIPSPDDVPILINNMSLSVYGFGFDESSNDYKIFRMFTTSTNDKDDIYEI
QSYITVYTLGTNSWRTLEDMWCEYEICGDQYNALVNGALHWMGTRPGAGLNTSISRIPVLFCFDLKVEAFHEIPQPNYLK
DKYLYPYNVKVGELDGLLCLFSMLFNENIEVWAMKEYGIAESWTKQFKITQLEVPQSFYKLTPVGIYNKGEIIINKDDRE
LFLYMPQTNTIRSFMTRKYTKNAYAYYGSLISPTSFQWSQT                                       
>Acoe_072_00137                                                                 
MEHLPVEVIGNILSRLAAARDVVIASATCRKWREACKNHLQTLSFNSIDWPVYRDLTTSRLEILITQTIFQTTGLQCLSI



LMDDVDEFSAAPVIAWLMYTRESLRQLFYNVRTTPNVNILEKCGRQKLEILALAHNSITGVEPSYQKFPCLKSLCLSYVS
ISALDLSLLLSACPKIESLALVNPEIVMSDAQATMELTSPTLKDVYVEAISLDKFMLEADSLESLHIKDCTLELFELIGK
GTLKHLKIDDVSVIHLDIGESTENLEVVDVSNFTIMWPKFYQMISKSSRLKRLRLWSVVFDDDDEIVDVETIAVCFPRLS
HLSLSYDLRDGLLHYGLQGSSQLQNVAVLELGWTLITDIFSHWVGGLLDRCPNLKKLVIHGVVSETKNNEECQTLANFTS
YIVRLMRKYIHVEVQFEYE                                                             
>Acoe_074_00047                                                                 
MENLQVKKIITGETALSATTTTRVVNYLPWETIFEILLRLPVRSLIECKLVCKTWYAIIKDPRFIDLHLSQSIARHYVLL
TWILQDTKPTLQIHSLVEEEEYKWRASLFDMGLTYNNVFPSFFISGSCNGLLCLSADTTQPLTVIQPFTQEEIILSKTGP
LFDLCHQEIGFGYDPNSKRYKLVRVFQIALRICNSDHTMDPYGEIMDPYGEIMTVGDNVWRAFEFPHPIVMSTQFETLVF
EGSFYWFIRHVYGEPCLYDILAFDFADEKFSTLKFPPYMEIDMDCIYPVLMNNRGLLTLLAQNYRQDISIWQMMDNGWTC
QHTMIESVSELSVDINGKIFLPGYSLKHSYRALFLYDTEKKQAFKLVNETWGFELLSIKESFVYIMIL            
>Acoe_074_00058                                                                 
MSGMKNSRRKVSSCNTFPLSNDILENNILPRLPVKSIFRFRCVCKRWGSLLTADSIFSLQKPLSLKPPSGLAYWNEKRLS
FLSTDGRPMSVPDPKLSFLGEFVSVTNSCNGLICGFYVREGIWPEIYVCNPVTKQVRSTRTPKRGLIVGLAFDPSSPDPH
YKLMCPFKVYKNTSHIEYGFNLFVSSTGMWRESKERIRISPESAVTGRSFFVDGVLYFKATNDIIWFQIDNDLAGVEPLP
LSNNMITATLGEYNSKLSYIQITLDEIEIWTLKNFLWKKKHCVGLDLLDLITVPDKVSGHCPLLLMMSSCFRWGQRLTFT
T                                                                               
>Acoe_076_00006                                                                 
MAHITQANNPSRELNWLDLPNHVVLLITDKLITPVRDYIRFGAVCRSWRSIYTNNLHWYRTHLPPQLPLLLMLSPNDDVE
HSFLYSLTENKLYNFPFVVPDDKDCCGSTQGWLVVTVYNSEIHLLNPWLTVNNEIKLPSIAAIDPRGKVKVEVYVEKVVL
SVNPSLNSNYIVMAIYGAYSRLAFFKPGEKNWICFNTNYDMFEDVIYYQDQFYGINYYGELFICDVNPSNPMVSKFIERP
LVHTYADKKYLVESNGSLLQILRNQENVCDSSGCTVLTLDPVECKWIETKNLSGRMLFLEEINVGDFKEPDGLYDMGVFN
IEDGSFEPHYTKVPSTLFMPPIWVLPTL                                                    
>Acoe_076_00085                                                                 
ELECVNSQGRRWEDMPEDMLSKIFMSLNTMDMIDGVRQVCSSWRHAWRVTSSDPNVWKTIDLGMLKSVFIPTSVQPYRWK
TALKLSHLNVRTLVFDIDLYLKDEHLTYVAQRSPYLKRLVLPAWNCITESCIEEAVLQWPELESLTMPCSGKHVFKHIGK
NCKNFTELKIMDGPFDILIAANISYYLPKLKVLSLRCSLIHEEAISFILENMKHLEVLNLSHSLFVIEPEKPQWFLTTLD
NSILEKASRLKRLITCENICCAFCQRMAIDKGYLNWYKLQSLWRTDEVSSLACPLT                        
>Acoe_076_00092                                                                 
MLLLPRLLKKAKALAKLTKANLEEQAESDNYQSYINRFDLLGDYDSELSQYTKLHEEILKENTAASLLRLLKNKPKLDWL
ELPVDVMSLIFTKLGPLHILHNAQSVCSSWRNLSKDPYFFRSIDLRNSPTEYYYYDAEKMIKKTVDRSCGQLAFGSEVLI
ELVRKLPLLEELELWYEVFSAELVKEVGRSCSQIKSLELKGVKAYSWGSSDEEAYAIADYIPQLRHLHFSYCKLTSIGVE
VMLNGCPNLEYLDIEHC                                                               
>Acoe_076_00145                                                                 
MGRRNNNKRQKRSCNKSTEALHEDKDRISDLPDEILFHILSFLSTMDVVKTGVLSRRWEHLWTNVQTFWFCGPSRFDEEE
IGKFVSSVTQTLFFIESNNIQRFTLKDCVLSARSPKSMNEKEAKRTKELCLHVDKWIRLLVRKNVEGLNLCFSGGCKYQG
SVGCCYKLPCHLLFNDTIKSLYLNTCIIDAVRPIQWRSLTKLHLHNIVLSDQLIQNILNGSPLLNLLSLIYCKGISNLSI
TSSNLRKLHLCISRTSSMVKLSVPNVQTLACIGDIAKYNVIDVSSLVNVRVGYFLGKIDSSYQTIVKRFLENIRNARSFE
ISTCCIQIADFQHKNIAHCKAKCNMLQQWSFTLSRPTVLV                                        
>Acoe_078_00006                                                                 
MRKKARTMRTTNNVKRSWSDLPSELLLIIFNRLDIKDVFWLVSFVCRSWQLACWEVLFWEVDLLNLRKLESLCNSNIVED
EFGQLGFALKKVIDSIFKHNVDILERTHRQSYQLILPSIQLSDNGLFYIAERTPNLQFISLNMSRITGKGFSRVILNWRE
LREMTMEPPSDSEYTHVIQEIGVNCRKLRSLSIVSETDQFFFDEHKCHVIAINLPNLEKITLANGYIYKIGLQTILINCK
QLRSLMVGPCMRALDDVKITRSRRALAVNPPRFIPKPIALWLRPADSFGFIKGKRSRRQLATKVIDFIWATTGDKFGQSG
TIRKYIDV                                                                        
>Acoe_078_00008                                                                 
MAMETVNLRRLRLCSGRRNLNQSGNLHVLPKEIMFDIFSRLPVQTLSKFRFVCKHWYNLINDPLFINFHHSSASGFLVIG
CTTKFKEDYDRQIYLLVDNQEEDQNAIPHCFSTINSSNLKPLNIQFDEFKSRKIRLVASSNGFICVGVIYTVGSAGGGIW
KRIDTHNIIISNPVLIRMPPSQEFLNRALHWELEDFRKPQSKHSIGVVHIGDENFTTLETPPLDRGLNYRDLMTLHQCLC
LTDEFNDRLVIWVMKSYGVAASWVREHVIDKEILGRLRTAPYITVKTLKNGSALFRGGEYHGYYHFEKREFEQILIHPPP
INLDIVVHIGSLISPTSIAGTYEEYQVPPPTIRKPIRFTLKRKAEKPLTALYIFQN                        
>Acoe_082_00013                                                                 
MFVTDEKQQFNSRFLKITLDIHIAVLVMSVCAEQMSSSCGSSLLLALPEDIFTIVVGSLTPMDVCTLSLCSKNLNALITS
DKVWLAQCESLGIVSSQDLVEWRTGVSSYKTLCKFLWNVKPLMGIWVHQNPELGNVVYVMPGFVSVVGCRIIPQELGPLG
MEDGPILWAPVFEIIGDIDGSIAFFLHGRERDCDKLYPGCVKSIDKSCNVLFLEVEPKQRINGGSLAHNKNLAHCNSDRN
FSRRICKSDRGHSKSQRVLEKSPVVPFFNLGFGDRRKLLELVADHVRLRAPNLANGLLFPPLRDDGERFQKDVLLMSKRR
SLLMKIYKFGEGCNNLQEAHRLPLNPTQMELHKIKKSLGRPNICRGSVSSDESQVSSHKKRVATYFKDRLKFILGKSSPV
NGRAVSRNGLSSSESKHSQFQEFLSSADTIGMTLCAKSVKLFTYRAWPNMHDNQFALYKLPTPLPATGQEYAGLWGGTFG
WPPGRPTDDKPGKALFFLSLSYEESEGQRILIATKILEGTHYVLHPNGSAMFVAKVDEISSDPFPYNDGASTSVDVKHAY
IGDGIANGYGFRYPGSKPGSLFVIQNGLLAFVWKESKAVLTLQRLNLQELLKKGERVYALPPIVNFAYLTKSFSNVFTGF
SNTTRCFFPSSLLMFVTDEKQQFNSRFLKITLDIHIAVLVMSVCAEQMSSSCGSSLLLALPEDIFTIVVGSLTPMDVCTL
SLCSKNLNALITSDKVWLAQCESLGIVSSQDLVEWRTGVSSYKTLCKFLWNVKPLMGIWVHQNPELGNVVYVMPGFVSVV



GCRIIPQELGPLGMEDGPILWAPVFEIIGDIDGSIAFFLHGRERDCDKLYPGCVKSIDKSCNVLFLEVEPKQRINGGSLA
HNKNLAHCNSDRNFSRRICKSDRGHSKSQRVLEKSPVVPFFNLGFGDRRKLLELVADHVRLRAPNLANGLLFPPLRDDGE
RFQKDVLLMSKRRSLLMKIYKFGEGCNNLQEAHRLPLNPTQMELHKIKKSLGRPNICRGSVSSDESQVSSHKKRVATYFK
DRLKFILGKSSPVNGRAVSRNGLSSSESKHSQFQEFLSSADTIGMTLCAKSVKLFTYRAWPNMHDNQFALYKLPTPLPAT
GQEYAGLWGGTFGWPPGRPTDDKPGKALFFLSLSYEESEGQRILIATKILEGTHYVLHPNGSAMFVAKVDEISSDPFPYN
DGASTSVDVKHAYIGDGIANGYGFRYPGSKPGSLFVIQNGLLAFVWKESKAVLTLQRLNLQELLKKGERVYALPPIVNFA
YLTKSFSNVFTGFSNTTSSL                                                            
>Acoe_082_00015                                                                 
MEKLPTEISMKIFHFFDHQNLATAQRVCRNWKVLASDNNLWCKLFKERWGEGHAAFYAPLDHKSWKDVYEVQDRCDRVGL
GLKIIREAGDYYLVHQGVIQRYLGSRNGAKVMSSHSILNKGLIGERSMESKEPCASILDKILFFIGDLEAASSDAKRNRV
L                                                                               
>Acoe_083_00029                                                                 
MKRPLEENLTVVVVDHKKKKKIKNDEEEKKKKKIKNDEEEKKKKKIKIDEEEGEFVNLDEDLLFEVFKHVDAKSLASAAC
VSKQWNKTAQDERLWEMICTRHWASKTGCSTKQLRSVVLALGGFQCLHSHSLWPLSKPPSSSSSSAASSSAASSSSSVSS
SPSMPTHWGKDEVNLSLSLLSIRFYKNMTPMPPRRHN                                           
>Acoe_083_00059                                                                 
MKRRCFLRNFPEEIMFDIFSRLPIRDVFQCELVCKHWYTNWTNFIYDNLNHSRIKQNQDGFNFLIQCCTKKGFIKLYLVD
YENQDTSLKALNINFNLPSTKLKVVGSSNGLLCLCSLPDHETYYNICNPLTREVLQLPRACGLEKKFLCSPTPSGFEFDT
TTNTIWRRVNDVPSRFFYPRKTMQVFVNGALHWRMSSQPDSEFYNCIGAIDIKSENFRAFKEPPNKEMVVVEQLRRRGPF
KILRTMKQQSVLFHRDEDLGYYDVEKEEFKHVLIDGIPRYFEEFEAVVHLGSLISPRAIDGRSSAQKSAKTPKLL     
>Acoe_083_00075                                                                 
MGQSNSSTSSSSSKRRDESNSCKSMAVIVPEKKIIVDEDVYRYREYISELPDDCLAYVFQSLSSGDRKRCSLVCKRWLLV
EGESRHRLSLNAKADLNLSISTLFTRFNSVTKLALKCDRKGVSIGDDGFILISLRCRNLTRLKLRACREITDAGMESFAK
NCKSLKKLSFGSCTFGAKGMNAILNHCSFLEELSVKRLRGIADGSPAVPIGPGVAAGSLKSICLKELYNGQCFGPLIAAA
KNLRSLKLFRCSGDWDVLLESISNRVTGLVEVHLERLQVSDRGIAALSSCLDLEILHLVKTPECTNAALVSIADRCKLLR
KLHIDGWKTNRIGDEGLMAIAKRCPNLQELVLIGVNPTNVSLGHLGNCRNLERLALCGSETIGDPEISCIASKCTALKKL
CIKGCPVSNHAMEALVGGCPNLVKVKVKKCRGVTSDGLIWFRAFRQSVVINLDISGKENVEANTSDGGPPEPSVEVLEVV
NQITASIPSSSDGRTSSPKARLGLFVGRNFASCTFPRWSNSNNSDGV                                 
>Acoe_086_00042                                                                 
MANLPQDIIPNILSRLPVKSLLRFRCISKHWCSLIDDSDFVKMHLNHAIQNEKFQLIAYNWLEHGLYSVDCDTSYTEAVK
LDYPSYEALGKFCLVMGSCKGLLYLKTGSFQTGYYDVIWNSCTKEFKRLPREPIESDRPNPWQRNIIHGFGYNPIINDYK
VVKIRQYYRDDYEFICFEVMVYTLGTDSWRIVDGALLLYFRFGSQLSGNGNPNPHWLVTVNADSCVPRAVVYFDLVSEKF
CEIELPKSVGNIISAGTLGGCLCLFGSLEETRTDVWVMKEYGVKDSWVKFYTIIYSTVIGSVQQLKILCHSNNGKILFRN
GRDDLILYDPKVEDARILEIHGLPANCEDMVIHVGSLVSLKTGTYGRMQTKNKRERKQNK                    
>Acoe_092_00011                                                                 
MEENQSQSLRFYTRKRKKNMTDLTTTSDKISALPESLLHLILSFLDIKQVVQTSCLSTKWRYIWRFVPVLNFDYYSLKKE
SEKGKRLHRKECMDIVDRILFLHDSSIQKLKLSRFCGYYPSRIDTWLLFVVKQQVKEVKLQIKHIFEDYHQLPHLLFTSV
IEVFEVKTPASRYSVQLPNSMCSATQLRILKLENVLLPKGNSDGELVVSCSCLEEMFLTHCSHHDLKILNICAPQLKNLV
IYSCHADSCEIKICTPNLRSLKLIFSFYKDYFLESLSSLVTANIEVSELFTKFLLTVLNGLRNVKNLTISGYRHKTLPRC
AELDQGLYTLSNLSCLEIIGFLPGVRDVTSLLKRSPYIETLIFACCCIEGKEEDLGEDRSTKYVFSHLKYVRVRKFYGCE
NEVKLLEFLLKTAPGLQTITITLTRAFLKSEKFNEFSMKLHSLPRASSSVTILFS                         
>Acoe_096_00032                                                                 
MANWSELPEEIIDLVAKRLPPYPNEFARFSCVCKSWNSVVKKQKSNIIRFAPWLMLARSKNDKQFKKGAIRSFYCHSTKR
LFNYYLPQAKRTRCWGTPYGWLLTFGLDLKIHLLHPLSRVQISLPSQPTFEHQHQFDAYCPEHLCQSYFTKFALSSDPSI
PESGQCPLVMAIYGEIRYLAVASPGDEVWTSVDCSRSNYQDIIFFNGHFYAISCDGMLRIIEVNTRQPKATDFASPPDNV
YICSRFYLVELSGDLYMVERAFDTTDDLPTIPCHNETTYFVVYRFDFRSKAWTEVEDLGDHALFLGNNTSFAISTSDYPE
FKENCIYFTDDHSDFYPHGFCDMGIYDIENNTIEPFNFDDHQLSTFSRPVFFMPTL                        
>Acoe_096_00035                                                                 
MANWSELPEEIIDLVAKRLPPYPNEFARFSCVCKSWNSVVKKQKSNIIRFAPWLMLAKRKNDKQFKKAAIRSFYCHSTKR
LFNYYLPQAKRTKCWGTPYGWLVTIGLDRDIHLLHPLSRIQISLPSQTTFQDQFGACCPLEKLCRAYCKKFALASDPSTP
KSGQCPLVMAIYGDICYLAVASPGDEAWTSVDCSRSNYQDIIFFNGHFYGISCDGMLRIIEVNTCQPKATDFASPPDNIY
VCSTFYLVELSGDLYMVERAFDTTDDLPTIPCHNETTYFVVYRFDFRSKAWTEVEDLGDHALFLGNNTSFAISTSDYPEF
KENCIYFTDDHSDFYPHGFCDMGIYDIENNTIEPFNFDDHQLSTFSRPVFFMPTL                         
>Acoe_096_00040                                                                 
MANWSELPEEIIDLVAKRLPPYPNEFAQFSCVCKSWNSVLKKQNSNIIRCAPWLMLARSKNDKQFKKGSIRSFYCHSTKR
LFNYYLPQAKRTRCWGTPYGWLLTFDLDRNIHLLHPLSRVQISLPSQTTFEHQWKGPCTPEVYCQTFVTRFALASNPSIH
ESGQCPLVMAIYGDICRLAVASPGDKAWTSVECSTSNYEDIIFFNGHFYAISCDGILRIIEVNTRQPKAKDFASPPDNIY
VCSTFYLVEFSGDLCMVERAFKGIDADTPSYDYHNETTYFVVHKFDFYSKTWTEVEDLGDHALFLGNNTSFAVSTSDYPE
FRGNCIYFTDDHADFYEKKFCDMGIYDIKHDMVESFYFDDHQLSKFSRPVFFMPTL                        
>Acoe_096_00041                                                                 
MANWSELPEEIIDLVAKRLPPYPNEFAQFSCVCKSWNSVLKKQNSNIIRKNDKQFKKGAIRSFYCHSTKRLFNYYLPQAK
RTRGWGTPYGWLLTFGLDLNIHLLHPLSRVQISLPSQPTFEHQHQFDAYCPEHLCQSYFIKFALSSDPSIPETGQCPLVM



AIYGEICYLAVASPGDEVWTSVDCSRSNYQDIIFFNDHFYAISCDGMLRIIEVNTRQPKATDFASPPDNIYVCSTFYLVE
LTGDLCMVERAFDPVDDVPTLAFHNETTYFVVYKFDFNSKTWAEVEDLGDHALFLGNNTSFAISTSDYPEFKENCIYFTD
DHSNSYQRGFCDMGIYDIKNNRIEPFYFDDHQLSKFSRPIFFMPTL                                  
>Acoe_097_00004                                                                 
MSKRRNNTFGHQLTKNKRRKTTKKEVRNWLDLPTDVMLLIFMKLGPVEIILNAQYVCSLWRKLAKEPHLFHAIIVPHHQH
HFHCCNEATGLRKFDMFFEEAIVRSCGQLVKLSFENFLTQELLLQVVSKPNSLKSLRIGMEVGYSLNGFFEIIKRLPLLE
ELDVGNGFYTCHQFEVISFFCPKLKHLRVEYYCGSPYEPRDYDEHAFAIAKNMPHLHSLHLIRSAMTNKGLQAIQEGFPK
LKYLDLRICFKLTLDGDVFKKRVCRYRHIRLSNEQTRRWSSTAKSSLVINCCRCAS                        
>Acoe_097_00009                                                                 
MSKRRNNTFGHQLTKNKRRKTTKKEVRNWLDLPTDVMLLIFMKLGPVEIILNAQYVCSLWRKLAKEPHLFHAIIVPHHQH
HFHCCNEATGLRKFDMFFEEAIVRSCGQLVKLSFENFLTQELLLQVVSKPNSLKSLRIGMEVGYSLNGFFEIIKRLPLLE
ELDVGNGFYTCHQFEVISFFCPKLKHLRVEYYCGSPYEPRDYDEHAFAIAKNMPHLHSLHLIRSAMTNKGLQAIQEGFPK
LKYLDLRSCFKLTLDGDVSKKRVCRYRHISF                                                 
>Acoe_110_00050                                                                 
MKKRGKRRKRKRKKKKKSDVGVVDRISALPDEILHNIFSFIDMTTIVTTSILSKRWRHLWTSTPYLSFNSRQLYFQSKNA
DGYDYMRFKQFVDNVFLRRENSSIIYKFEVYLVGPLFSSCFLNTWLVKSLESHVQIFDLEVHQYDHDEAARLELPDCLFT
SEVKTLTLDGLFVIPNTMGSAANITSLHLLAVILPDGNRNGELILSLPVLDNLKMHWCRYNHLNCLTIKCSLLKRFEMIS
ASSEPFGSGILKIHCPNLTWINLTLCLGFIFKVCCLENLSALSNAHIAVSKEDEIHAQHLMEIIKGISNVNALTLSPPLV
KCSYHSTEEVQHWEEDEFKICRLKTVEIQNFCGIEEEFKVVELILKTAICLKEVMIVTKEFTEEQLPEIEQKLSALPHAS
SSVSIRTLRNLHLMKKRGKRRKRKRKKKKKSDVGVVDRISALPDEILHNIFSFIDMTTIVTTSILSKRWRHLWTSTPYLS
FNSRQLYFQSKNADGYDYMRFKQFVDNVFLRRENSSIIYKFEVYLVGPLFSSCFLNTWLVKSLESHVQIFDLEVHQYDHD
EAARLELPDCLFTSEVKTLTLDGLFVIPNTMGSAANITSLHLLAVILPDGNRNGELILSLPVLDNLKMHWCRYNHLNCLT
IKCSLLKRFEMISASSEPFGSGILKIHCPNLTWINLTLCLGFIFKVCCLENLSALSNAHIAVSKEDEIHAQHLMEIIKGI
SNVNALTLSPPLVKTITDSPEIMEMLPNLLHNVRDFILDEWAEGRFICAIPAILKKLPCVEAFVWKRSLVLRNISLIIFS
ACFFS                                                                           
>Acoe_121_00007                                                                 
MRKSMEKSCDRISELPDGILDSILSLLPLNYAIRTSILSKRWTNLWKTSFSYATDLDFGKDFANAQTREQFVSTVNRYLQ
LHNSNEIDELKLYFHPGEDYKSDLTKWIEFAIRKEVKNLNLIFCQGIEYYTSAEHEDKKEEYKLPDVFFGCNTLISLRAS
HFEFIPTAEFRGFRSLVTLQLNEVNITDDVLEKILSTCPVLSNLYLRFCFSLRSIKISGPDLQLKTLSLIVTNAYEVEIF
APKLRSVHFYGDILYGYTFRNVAALEDVFISADGYEFTEPEHDFIQILSGVSHIKILTMCIGAPMDITMAEEFRPEALPV
FLMNLIELQILIGGQLGEEYLGLIFGFFKHTVCPCLMRLFIDLSGPYVPIIQPYTKEAEVPFNCTFYNLRIVKINHFRGS
DSEIKLVKFFLDTAFLLETLILVAAPDSFTDTVRNNIEDGFGAFHSGAFKKTTSLLRDEMLCWPKASKDAQILLFEHSGF
DTTIQPFHKHVDYYLDNKCCDFMRKSMEKSCDRISELPDGILDSILSLLPLNYAIRTSILSKRWTNLWKTSFSYATDLDF
GKDFANAQTREQFVSTVNRYLQLHNSNEIDELKLYFHPGEDYKSDLTKWIEFAIRKEVKNLNLIFCQGIEYYTSAEHEDK
KEEYKLPDVFFGCNTLISLRASHFEFIPTAEFRGFRSLVTLQLNEVNITDDVLEKILSTCPVLSNLYLRFCFSLRSIKIS
GPDLQLKTLSLIVTNAYEVEIFAPKLRSVHFYGDILYGYTFRNVAALEDVFISADGYEFTEPEHDFIQILSGVSHIKILT
MCIGAPMILIGGQLGEEYLGLIFGFFKHTVCPCLMRLFIDLSGPYVPIIQPYTKEAEVPFNCTFYNLRIVKINHFRGSDS
EIKLVKFFLDTAFLLETLILVAAPDSFTDTVRNNIEDGFGAFHSGAFKKTTSLLRDEMLCWPKASKDAQILLFEHSGFDT
TIQPFHKHVDYYLDNKCCDF                                                            
>Acoe_121_00008                                                                 
MGTKSCESICDLPDSILDSILSLVPLKYAIRTSILSKSWRNLWKTSFRYATYLHFGKDFAKAQTREEFVSTVNRYLQLHS
SNEIDEFQLLFHPGEQYKADLNNWIEFAVLKGVKNLDLVFCSDEDKEYIRLPDSFFGCNSLIHFRASHVEFNPMTKFGGF
SSLVTLRFDQISGPDLQLKSLTLIVTGAYELDIFAPNLKSLHFCGDILDEYVFRNIVALEDVFISAEGYEATENQYDPIE
ILSGVSHVKILTMCTIIPLYLTMPEEYIFEAPLVSLPNLEELQILVGGQISEVELGYIFSFFNHTVCPRLRKLFIDLSGT
YVPPIHFYEKEAKVPFSCTFYNLRVVKISHFRGTDTEIKVVKFVLDTALLLERLILVAAPDSFTDTVRNNTEDGCGAFQS
GTCKKTTSILRNEMLCWPKASKDAQILLFEYSELDTTVCPFHTHTEYYLENVCCDFMGTKSCESICDLPDSILDSILSLV
PLKYAIRTSILSKSWRNLWKTSFRYATYLHFGKDFAKAQTREEFVSTVNRYLQLHSSNEIDEFQLLFHPGEQYKADLNNW
IEFAVLKGVKNLDLVFCSDEDKEYIRLPDSFFGCNSLIHFRASHVEFNPMTKFGGFSSLVTLRFDQISGPDLQLKSLTLI
VTGAYELDIFAPNLKSLHFCGDILDEYVFRNIVALEDVFISAEGYEATENQYDPIEILSGVSHVKILTMCTIIPLYLTMP
EEYIFEAPLVSLPNLEELQILVGGQISEVELGYIFSFFNHTVCPRLRKLFIDASMNWSRI                    
>Acoe_123_00011                                                                 
MASTLDLLKSIYLPFSIEDGDGDGDGDGDGDGDGDGDGDGDSGGDFCLRENKRVKREKIETTPKNNELVDRLSELPDQLL
HNILSLLDTKQVVQTMFLSKRWKDVWRFVSNLSFDHTPWVYTYMQNSKWEIVTRKNGFGKFVDGVLSRLERLKVDRFSIL
GGGCYCDDDLVDRWISTVIRCHVQEIYLVRILHLVSVGLQVDVSNGEMVLSLPSLETLTIWSCDHSNLRVLSICCPQLQN
LVLDNDILSGVSSCKIKICTPNFNSLKCNGCMYQDYFLENISARVTANITAYQSVYFFRLLEVLQDLGNVETLELSLYWL
TVYVMLDKFFLSKSVYAI                                                              
>Acoe_124_00006                                                                 
MAQELPEHVVFFILLWLPVKSLLRFKAVCKYWKCMLYNVGRHARLSRAQFLMLIGDKFDEASICLDFAYEELRKYKINPL
FVISRLCVGNTCNGIICLHFQETGSEDVALWNPATKQLRPLPLPQFPISRSRPPKKYISTYPLLGFDIKTNDYKVVNIIQ
SNIPYKYNEFYNLSQVEWHWVLISFDFSMETFRFMPMPNTSKEVSTFALDFLDDNLICFNSSVFEPCNNLNNRHFDIWVL
HGYGTKEFWTKLYTIGPFDSFIPIKFLKEREFLLLFYNCKLCLYNRVTQEMQEFHYQDPYFRPAFVIYNESLVSIKGEND
AANRETSLLQFARVCGDDPETEEEEDEMDEERVESQSEEEEEEENQEDGEIKDLENQISNELGLGGLGLKHGFESCSSKD



GGNT                                                                            
>Acoe_125_00014                                                                 
MNTNKEVEGILAIQKTTMSTTDNNLNLLPDDIILEILTRLPANSLVEQFRFVCKTWCYLMKDPSSNFIQTHLNRSMERDC
PHILSNIYFKGNKQLYSSSFDDEEADAEQIKNPFQPRHFETKVLASCNGLICLYMHNKLCLLNPCTRESKILNLGKFLYV
DPWAAYGLGYDSAVSEYKLVYVRRSLSIYDDWESQVDVFSLNDDRDATCLITFGVPYKILNGDIPGIYLNGALHWVAVHN
DKLEIETIVFFDMRKKSFQEMLSPNHFRESASITGVGILRG                                       
>Acoe_136_00004                                                                 
MATKLSDLPKDLLSIICEKLVDVSDYARFRAVCKSWRTIVWQTRTKIPPQLPMLIFPLSSYISSTYMHTHSFYTFSMNRE
FIKEVQLETTLFKNCYGSSHGWLITEDYHNRIQLILNPFQMDNNVINLPILNLREHVISRVVLSHSPTLTTDYVVMVLYY
SYSYMLSFLKPGDKYWTHVTSQEEKDLVLNDVIYYRDGFYAVSLSGELIFCDISSTQPRFQRVAAAPIPNISMGWEYINS
CYVYTRMSLVESSGDLLCVVRLYSETIKLANISTIGFQIFKLQANGWEWIELKTLQGHALFLGDSFSSSLLASDFNHCRP
NHIYFTDPSSPNKFAMGVFNLADSSVKVLYSKNTKKDAIRPVWIQPTLNMTRNKNLDQELCST                 
>Acoe_136_00005                                                                 
MTMKRPCFVQNIPEEIMSDIFSRLPIRDLFQCQLVCKDWYTNWTKLVSNPFLVNLHHSRINPDQDGSNFLIKCCSRSNIC
RVPFSKLCLVDHENYKTTLKTAFNIKFRLPLKQMTLVGSANGLLCLCLLPDEEIYYICNPITREVLKLPRACGLDMYLKK
EISCSATPSGFVFDATTNTYKVIRTWYFADEIYGDTLLKTGVEIYTLGSGRWRRVNNIPTCFSYTPETMQVFVNGALHWH
IYCQPDSEFYNCVGAKDIKSENFRAFKKPPDYGINKKRTLGVLKDYLCLMDDTIAGELVLWTMKDYGIENSWSKEYIVQK
EVLAPLRIGPFKILRTVKQQQSVLFHGNEEFGCYDVRKGEFKHVRVDGIPWYFEEFEAVVHL                  
>Acoe_136_00008                                                                 
MKKIKMENFTSKLPHHVLEIIVDCYLNLPDLYRFGLVCKPWKSICNPVQFYNHLPWLIVPNNNNNNVNPNSSMEKQKMVF
EDIKDMGFFSLRDKKIYNAELPELLNRRICASLPGGWLMTVHENSEIQLFNPFSCTKQVILLPPLTEFPGVHSTEVKENN
DLFYVCTRFGTDKLFCFPSKHVRDVFISKAAISSSKITRGTILMALQSMDDQLSYYRIGGDQNAWTPVFPDINRPHSLTD
VTCYKGKFYGVDNNGYVVVVHGLEEEEEEKKEISVEKVINEPSGELSNNHYILESGGDLLVVVRFIKMDISPTAKGLHAL
YNSPHRTTGFRVLKLEFGTPNNRWVEVESLGNSSLFLGYNMSFSVSSTKSSGCKANCIYFTDDKPFFKNNIGGYDMGIFH
LEDGSIEKFIYPSDRLIVPPPIWLAPNPS                                                   
>Acoe_191_00001                                                                 
MKDRISYLPNGICSHIVSFLPFEEAIKTSILSTQWRHICCSLSNLEFCQYQLQIRKNIKVSDFKDLIYDTLILHDGSDIN
KFVLKVIIDGANVSIHHVNAWIAFAVRHNVRSLEISEYSFDLERLPLCVFTCSTLTELRLSYIRLILPSTFIFPMVTTLE
VTHVKFYSESCNIPKPITRVL                                                           
>Bdis_1g00497                                                                   
METPEELGLDFLDCLGPDTSITIFALLDDPADLARASAVSRSWRRFVIANQFSKIQCLRACPEVSNLSHIEVSSSGGTSA
IARPAPDVRDHRVYMHLGHGLLSPYKPRDCIIHCIGASSTDNFPEETIENTLEPVDRVETRPSYWSSGGQRDPAVPECLI
YKLQSDLCLVEEIRMQPFKAFFQYGDPIYSAKYIRFHMGYPKSPLRPETLVCDDNEGQLIADCNYTWTYTSPGFTMLQEN
VLQSFKLPRPVLCIGGVVKIELMGRIQKQAIDGLYYICVSHVQIVGKPLSRELGVVPRGNGVVLKYYPDTRGCVVPCMSE
SSRGDGGRSKWHGLASRIWHSGPSRGSNVSLFTRLFGGQLHLVDEDDESEDDEEELP*                      
>Bdis_1g03136                                                                   
MARRRHSPPTLPDELIEEILLRLPPDEPSCLLRASLVSKGWSHTVSDPGFRRRLHDLHGTPPVLGVLHNWKDASIPRFIS
TTASPFSLVAPDLLSWRALDCRHGRALFLSNSEVPVPDTLELLVWEPTTGSQWRIAVPGAFLSDFPSAAFKDYFPDAEFE
WRTPTAAVFCSADGCNHRDCLGGPFGVVFVFSVTFEEDTDHAEYLTSAGVYSSETGTWGELTSIDQLGNYTDVSSVLVGR
SLLYFMSDGGVILEYDMARHALAVLKTPYPDIPTPYSHIFERWNLMLTKDGGLGVSECLDLELKLWSREESGGTDARWVL
TRVIYLDKLLPSAALINPEDSSISVLVLGFAEGANVIFIITLAGLFTVELHSERVKQVCHKNRFCNLIPIVSFYTPVPRV
EHSAPRASNLGEDRAGERHKVAEHVLQLFDTSEEGDFVNVDISHPVDLETRLGPLVPNDSPTG                 
>Bdis_1g03142                                                                   
MAPPPRRRDSPQELPDELIVEIFLRFPLDEPSCLLRASLVSRRLYRAVSDPFFRQRLHELHRTPPALGFLHNRDDEDIPR
FVHSTASAFPLAAPDDHPSWEVVVDCRHGRALFLIHYQVARELLIWEPITGAQHRVPVPAAFENLCPTAAVFCPVEGCSH
YNCIGGPFRVVFVFAVDDNDEAKFFTSASVYSSETGTWGEVTRILNRAVCFSSPYRSSVLVWRSLFYFMADGSDILEYDL
DSHALARLESPDPYTDTFSLMVAEDGGLGVCKVSDPQQLKLWSWQESDDDDTDGQWVLSRVIYLGNLLPNGALPLSSLSK
RVLFFAEVANVIFVTTDDGVFTIELQSERAKKVCDHHFWCLVPVVSFYTPLRLLNLSEEAGGEEGGVKEEKTVERAHQLF
GKGTNAVKEGDFDHSFINHDLKTRSVSNEESVMGTSSKDDAGNSKISGSNIMDAASPSEKGDSEEVSGGSCGIR*     
>Bdis_1g03307                                                                   
MALRRDSPPALPDELIEEIFLRLPPDEPSCLLRASLVSKSWSRAVSGSEFRRRLHELHGTPPVLGVLHDWYDEAIPRFIS
TTASPFSLAAPDCLSWRALDCRHGRALFLSNLSDTLELLVWEPTTGSQWRIPVPGAFLSDFPSAAFKGYFPDAELEWRTP
TAAVFCSADGCDHRDCLGGPFGVVFVFSVSFEEDTDHEEYLTSAGVYSSETGTWGELTLMHDEFGNYTCISSVLVGRSLL
YFMSDGGAILEYDLAGHALAVFDTPHSDDYERFNLMLTKDGGLGVSESLHPQLKLWSREESGSTDARWFLTRVIYLDKLL
PSAALINPEDSVLVLGFAEGANVIFMITVAGLFTIELHSERVKKVCDKNSFCNLIPVVSFYTPVPPGEHHGPPSSNLGED
RAGRSRK*                                                                        
>Bdis_1g04286                                                                   
MERRRGRSLPTLPKELIEEIFLRISPDEPACLFRASLTSKRWSKVVSSRRFRERLLALHRTRTPPMLGVLHGNNWDNIPR
FIHTTASPFSLVGAPDYRSWRALDSRHGRALFLSEGQVPVVVRLLIWEPITRTQQRVPVPVPEAYRRGSSNAAVFCAADG
CDHRDCLGGPFRVAFVFGLMDKRGLLTSSTTAMAYSSETGTWGEPIVLHGLLGWYSSYTSSVLVGRSLLYFMQGMSEGNI
LEYDVARHSLASIDLPEFELERNLMLTVDGGLGVISESEKKELKVWSWQEAIDGSDTYSPEEASDGSDTDSSEEAIDGSD
TDSSEEASDGRHKGWVLSRVICLDKLLPNGALQEPVVVLGFAEGANVIFVLTDAGVFTIDLQSEVVRKVTGQFTINDGLS



NLLPVVSFYTPVPRGLHHGPPSSNLGEDRAGEEQKVAEQVHQLFDKGSNASKEGEFVSAGISHTIDLETRLGF       
>Bdis_1g04677                                                                   
MAISAVAAASPPPPGSQALCLEKMKLLSDAERGRVYCCTQRDMETKLEVSMSSLTDDLIVEILSRLPVKSFCRFQCVCKS
WLAFSSDPHYRQKLSRTPFGFLYQTYDDASFHLARLPSSDREIYTILGFVRPECPLDLVDCSNGLLLCYPPDDKPYITVI
SDAFVCNPATQEWMALPKTVLGPAVTENDLILCFDPLWSQHFYVFNFQRTPTSVDGYSTEVKVFFSEDSTWSCCLWETED
LFCGDSCFINGVLYVRHFWDHELLVLNAPEVCTQWLNDRIIQLPGFPYVPETFNCFDGCICPSSGVLCYAQQELDGYMLR
IWSLEDPDRWVVKHRLSMVNVFGRDMLLRANEEGLWYFDYDIQAFDLERELVILVDRIDDRKGSFSISAGKGSQIQNIPS
NSKIYHRRFYVPYYGKIPAFFRRDDDGLFRFGALWGSV*                                         
>Bdis_1g05810                                                                   
MAMGTSPQLYRRLRKASDISIVTTAFSSSKRMHMSKEYISCCEDKISSLPDEILIMILEKLDARTTLTTTILSKRWLDLP
RRSHTCYDLSVHEILPPRYHRIKKKTMETKAGYEAEKKAQNLTDIYAFKDKYERYHAIRDRHERWMGKVHLLTSILQRYE
RRAMRCYVKRVNAFLLAPDSVQQRSIQKLRLQMFEASSFIDQWIMAAIGRWGVEDLELVIENSSWCYDFRLLDGCQNVRL
KRLVLSGCYHHSATNSLVLQGLTTLTLCKTSSTMLHAYDILRNCVQLIDLRLEECSYDRGAFHINVPASKLKNLQLDNCN
IGKIYLTLLPCLETFACRGQPAKIYYGVVPRLKHVSLDFMPTGDHGEDDSSGSNWTYPLSKFFKGLPPPLDYLVLQMRGR
QMWIEPTIIPGQFNHLKKLFIANMPMNWDTFWILILLGAAPALESLHVHIDKSAEMANAGSLDVKVEHRQHHHLKELVVI
GFEGVGWQTSFVKQIMGMSPRLMCVHLFDGRVVENKERGLWGLEIDPHQREWHECDRSEVLDDLRDGSSLPYLEIVLE* 
>Bdis_1g05960                                                                   
MAMGTSPRLYRRLRKASDISAVSTTASSPLKRMHMSKEHNSCCEDRISNLPDDILIMILDKLDARTTITTIILSKRWKDL
PRRSHTSYDLSSDEFLPPRYHRLKKMSVEAKAGYEKRSIQKLRLQTCGKSSFIDQWITAAIGRWGVADLELVIDNFGWHY
DFGLLSGLENIQLKRLVLSNCYHTGSHYPLVFQRLTTLILCKGSASITRVCDIMRNCTQLVDLRLKNSSYPQGAFHIYVA
TSKLKNLQLDNCNIGKIYLTSLPCLETFACRGQPTKLYYGEMPRLMHVSLDFLQTGGNGEDDSSGSNMTYPLSKFFKGMP
PPLQYLVLQFRGRQIDNDSEETSVGSQDVQVEHRQHHHLKELVVVGFDGMGWQTGFVKQIMIASPRLRRVHLLDGHVVEH
EEREFGDLVIVPRQREWHECERSEVLEELAEGISMAHLEIVLE*                                    
>Bdis_1g10017                                                                   
MAMQPRHSTSLVGGLQGLELSGGMDSSSASAARLPCLSELSSDSGDGGSGIVSVEHSGDPAIPSAVSCSKGASTGFPSVL
YLKDDISIATSVQRARSLSSPGRFDSAPRTRPRVEEARISKADTASTLPDDLLFEVFKRLPPPATIFRCAAVCRRWRRVV
SGAGACCLPAPPRHFGFFRNYGPSPLSPFVPMAGIDLDLSFLPVSPSCGAILVDCRGHRLLLRELGAGSATELRLLVCNP
LGKTFARLPPLPVGRHRVSCYAVIPSEGDAFRVVIVLFGAASPNFYVLVYSSASSAWEVATGPLKQPLIPHQGPSVVIGD
VVYRLQCEDKYIMAVNTTKMSLSALPLPNAGMLLYAGNNWIGKTEDDRLCFFVIREPLVLVKWVLEAPGKWVQQEPLALW
PLLNPATVGDLHGMKLSAKIADQLNGCKLVSFGGFCAGSGTLFFIMADWVVALDLKTLKMEKLWSNTDESRPLGDVFPYE
MVAWPPAIKDSAKALLLDEA*                                                           
>Bdis_1g11687                                                                   
MSARDFPADLLRAVLHRLPPADVARAACVCRLWHAVASDRAVLEAAFRAPWGVRRVVGEPATRAFWGASSLGRFALSHTV
RRGDNVPGIALKYSVQVTDIKRFNNMMSDHGIYSRERLLIPISSPEILLDSTCYIEMDHNAKREVAVFYPEGHPNGDAQS
LANTAAAKRQSKRILESVRRSLRVDDGTAEYYLSVTDGDPRAAMMEFSEDLRWEQQQAGH*                   
>Bdis_1g13515                                                                   
MEQFAGADLLPDDLLADVLGRLEPRWLAASRCVCKDWRAIIDARRLLRADLLPLSLASIIISFDMLDLSDFFDRPSSTGR
PAISARIHDCLPSTAEKSPVRDHCNGLLLLHNGWVVNPATRWAVLLPPCPARCTTTEADFYH                  
>Bdis_1g13990                                                                   
MECGAGITMKRSASSSSWAPWGEMETDCLVHVFRRLPLEDIAAAAPLVCRGWRRAASDPSLWRDLDLRCTQDVTRFMPWG
ALATAFARRYGVARFAFAGFLALCLARAGDGGSVSRLALPPLLSSPGDLDRVALLCPGLRRLSLPINLSPADEAHLPELV
PRWPKLQRLELESKPASFPAMARQLALHCPEFSGLKIGSGSIKPEDAEAMAAFGLRSLSLDSCYLPKQQLLAILAGCKQL
VEFSARDCVGFDEKDDEVMARGAGIERFDIGGSRSVEDLDEEMMLDDELCGSSYVDVM*                     
>Bdis_1g14250                                                                   
MASLPTKPPPPPRPKTRGSYNCGRCGLPKKGHVCNLPSPADGGAPTPSPSSSGAASGENRLRRALSFDDAATPTSPEKKP
RAAGDEEEADEADGQMEEDEERMELGGRAWPRELVADVLRRLGPRGVMAAAAVSRGWRDCAGRVWRATEELRLRAVGVGL
LGALLPRCTALSRLVLRMESDVDAAMLACLAFSCSSLETLEITMADKAVNRMTGEELSRFVSEKRSLSVLKIGGCSSLGF
LDLSSSSLSVLWLSDLCSLSKSVINCSNMSELSLCFTQQSNDCTDLVALMDGLGRMCPNLRNMHISSIQLSNEAVFALEN
ANLRGLCMLSLILGSKITDAAVASIVRSCASLDLLDLSGSSISDSGVGMICKAFPHTLSRLLLALCPNITTCGIQVATAQ
LPLLQLMDCGMSLRSNSQNEKQGAYFGEINGRIRLCPKLPTLKKQPMRQKLIIKHDNLKKLSLWGCSAIDALYVKCPELN
DLNLNSCTNLHPERLLLQCPNLKNVHAFGCQDMLIGAIRNQVLNEFAAAEPHLPCKRLADGSKRVQLPQLPEKQSPEDKK
CTGFRGTQCAVLLDS*                                                                
>Bdis_1g14330                                                                   
MTTSNQRMMDNASILPDETLLEVLLRLPVKAILRFRAVCRSWAALLSSDSFCDLHMAKNADREPPALPELLYLTPCRSSI
ATELRCSSDGRLLLTVKDVIRQFASMTPVPCRGLTLLHHDARHQDDYYLCNAATRAVAKLPPCHDQPQVCSAGLGFDAAT
RQHKVVRLFAVQWAEDVRDAIKCEVFTVPGSGDRWRPAAGGLRLPSAFCELGCAAIDTALSFSLMPVFADGFLHWIILPI
CKFMDAAVLSFSLADETFSLVASPSPFVGSHLVELDGRLCAVQELPYRRLTEIWSEKEYGSGDWSLEHRIDLAQRGGKDL
IEAEEHVRVLGGCRPGKKLVFVTSKGKVIACDPTSGTLETILQLQGNRHPDSRNVTDVCLLQESLAPVH*          
>Bdis_1g16240                                                                   
MENGFPGEVLKAVFPLLDGKDLVFCMLVCRQWHEIAKDDYFWKCICSRKWPSICKQPPSGTNFQNLYLTFSNPRKTKHLP
VPKLNFEDLVFYIDMWHEGSLIFSQAVSGCILRAGLQNTPRGIPDILVEHLKAADCILMMEVKPKLTVPTGPAITVSVLA
HRKDTDKMTCIINTSAFDYIDSNAARALAYEYLRFSPRYPFISDIRAWMSLLFLYKGTSSIEVFGIELDFCDAARSESEI



LWLLDMLDWK*                                                                     
>Bdis_1g16650                                                                   
MASSSSCSDDSWSQLPQDILVLFVARLPFPGDRARFRAVCRCWRSAVRHHVPPSSSSSSFSPWVLRPDGYFFTPSDDGTW
HRLPANSFFPDDGGTVGGGSTDAWIALLRRNSADCCFLLQNPFSGATVRLPELDAVLGGDSTTDVRKVVVRDDDGEQEEL
LVTVMTDNGNHPLVLCRPGARHYWSPEPWEVPYLYIVDVAFLGDGKLYAITKAEDLVSLDLAYSDGGSPVVVNGACLIRQ
PLGYDDYDAWTDDDAVEPPHHDHEEAQVVVVAEQLEVDDDDHDEQQHAEEPVTDDDDDDDDVTREGLDYAYDELGDLIIT
VRYLVAEPRSEKLFVGERPLPIRCRSI*                                                    
>Bdis_1g17770                                                                   
MATSCNWSELPQDLLGLLIAGLPFPNDRARFRAVCRSWRSAMRHHAPQAQQQLVLDLPDGLFMAPSDGSNDSHPLPSSFP
DDNTSCIIGSTNDWIALRRHDDNAYSMHNLFSGASVPLAGLGAIVDRDSVIRKVLMRSSPDDLIAIVTRDWDCPLILSHR
GKDTWLPPESLMEVPYSFIIDVAFLEDKLYAITKAEDLMLIDVVGLRGGGKRMVVRLKRLIRQPFRYRGCGSDSWSVSEE
AGLEAEERRVERRYRRNKTIGRRHHTWTYHGEEFLSFPDGFEHAYDDAQQLVVTVRYLFESRGKLLTVRHHVQIPPNQFE
QPFTRGAEVFEAGVDAWVPVANGLGGGQALFVSAHFSKSVPAPCGNQIKEDTIYFVNTGEVFDMRSRTCSPVRWNIPIPC
GTWVFPP*                                                                        
>Bdis_1g18325                                                                   
MRRTTTKHAGPRLRAGQASQSGAGASAELDRLSSLPDALLHHIMSSLKAWDVVRTCVLARRWQHLWASAPCIDLRVCYSR
RGSLVTATIILDDSFLGNDYEHISDENDFDGTTDDDDDDNDDDNDDASYKISKGEDLVRNHDLHEVLIVPCKLFSFCFWV
KWMMELCVAIKSQESSS                                                               
>Bdis_1g18330                                                                   
MRRTSTKHARPRLRAGQASRSGDPDRLSALPDALLHHVMSFLKAWDVVRTCVLARRWRHLWASGPCVDLRTRYRYSRRAH
DPPREFRDFVYRFFLFRDVSSRGDAPPALSSSCTSLEELDLKDCFVAGVIKMIVMELLMTEDDKDDYDSDDDNYNIHDDS
SLSDDDFGYINDDDDGTDKFGYAHGFPIHGYGRGGYKDDYNYGSDIESDDNTYEYSEIANDPKYGYNPKYGYKGEGLDSS
KAGNYDESSGFNDRKILGGNRILHSLSGARSLEFLTDAGEVVLSRELKTCPTFSNLKTLSLGEWCMAADFNALIFLLQHS
PNIERLFLQIKLNYGTRKVLETGIKLQQRSFTCNDLRMVKIKCSKDDARVHNLAHLFRVNGLPLEKIYVRRSGNAYLRSQ
KFMRELARQEIEDWM*                                                                
>Bdis_1g18380                                                                   
MSLRSMIREMKGEVGAMSLRGLRSRPSSGRDRRVAPDEAARQSSCWAQLPPELLREVLGRVEESEPRWPRRRDVVACAGV
CQSWRGAVREIVRVPEESGKLTFPISLKQPGPRDAPIKCFIRRNRATHTYCLYIGLTNALADDGKFLLAARKYHRPTCTE
YLISLDRTDMSKGSQTCIGKLRSNFLRTKFTVYDAHPPHSGAVVSKRWSSGNYPVSHIYYDVNVLGSRGPRRMRCVMDSI
PVSAIKGGTAPTQTGFPSSSHDSFASIPFFKSKSSRRDSSTTQLSTQEESKLVLKNKSPRWQEHLQCWCLNFHGRVTVAS
VKNFQLVPSDESAPTNHELDDATLQFGKIGKDMFSMDYRYPLSAFQAFAICLSSFDTKIACE*                 
>Bdis_1g18425                                                                   
MSTPPPLKKMHYADGEVHLDEGVVGEILLRLPAASLLRCRAVCTAWRRLADSPEFLAAHARHRPVEILLYKRFEVGPDGV
RRQALYGRGDEVHLDALAVVPGSGSHRRRRLARYPVVDKNPEYLSRPYCSLVASCDGLLLLGRGAGSGLRPYDPYLVCNP
ATRQWTQLPRLTAAAGEQPLGIVPAHLEVR                                                  
>Bdis_1g18430                                                                   
MPTGEPPPLKKMRAADGEGEGGSQVHLDEGMVGEILLRLPARSVLRCRAVSTAWRRVADSPEFLAAHALRRPIEVLLYTR
PVHGCGEEDLGLDALAVVSGSGDRDRRRRLASIPAMPHRCGPRPCCCLLASCDGLLLLGHGRGNEFQPYASYLVCNPATR
QWTQLPRVTAEFAAAGKRPGHGPARLEFRESGFYHHAPSGEYRLLCHVTPDGGAQAPYYCVLSAGAGEPRRLMHATRIEQ
TMAIVPGSDPPKLQFWNFENLMTPAALGGRLHWLQHMEAGLTESMVAFDTEAETFCRMPPPPVACKGHSRLLIADRDTLM
AAELGDLAFNLWALEGYTGGSDEMTSWVLRHRVEVSWRAERPSVVSDVGDGSGDVVLGSSYGVVAYNVRSGAARRVVIDD
EEEDVSERSDDEKLLLSRSVLKESLVRHGFFGARPHPGLPLFNA*                                   
>Bdis_1g18520                                                                   
MENSRKRRRVDVDEDDSDRLSDLPDCLLLEILSRVGSRLAVQTSVLSRRWRHLWRDVPCADVDEREFSAVSSSNHGRNGH
KQHWARFEDFADQLLSPPPPHRRLDAFRLHITRRIPCYAYATTDRWVRRGLARSPAAVAIHAPDPSVVRWITPPQSSSSL
LSRLTKLHLFGVYLGQLLGCPALEELHLERCGLGHRFRAMASPVLRRLAVVRPIGGHLVAADLIRAAPRLEYLRVELVCD
GDSRAGDPAPEGQAPLLPSVSEASIRITSKRERKRNKLEFFGAMRCLLARLPNVVYLDLSGFATTGLLEEESQEFPRLNQ
LKTLRLDRCEVGVCFHALTRILRNTPNLETMRLHQCKFIGSIPKRRKPSKRRGSRTAALHECKNLKLIEIKSRQDEPRTV
RLLTNVFEEMPLAPWRLVDKVSDVAGLMTMQFHRTERDVPCVDVDEHDFSAVTSSNHGGFSRRQQQWARFEDFADQVLSP
SSPLYQHRCLDAFRLHTHATTDHWARRGLACSPATVAIHAPDLSIQWITSPSPLPRSFLSRLTKLSLVEVLLEEESQEFP
TLNQLKTLILDHCEVGVNFHALTSILRNTPDLETLRLHQCKFLGSKPKRRRTPSKRCGSRTTTLHQRKNLKLIEIKSRQG
DAPQILRLLSEVSKEMPLAQWRHVNQASDVAGLTTMQFHRTEKGGKLV*                               
>Bdis_1g18980                                                                   
MAKRLRAAALPWGESLGSPANGLDDGCLMHIFSFLSPIPDRYNTALVCHRWRFLACHPRLWLRVERPLRNVTEPGVYANL
EAAVSAARPGDTILIAAGGNYVASNIQIKKPLCIIGSGVLPDDTVLTCSRGSENALELLSTCKIANLTIRAELGCCLLHR
SGKLTIEECLLQCEQNPMDYLSFPIISTAIEYDAFSPLKEQGHGVTVVRTRIEGGAKAVRTNGTLSLQRVRAIYARRSVF
FWFEVGEK*                                                                       
>Bdis_1g20980                                                                   
MADRSGKKRRKCEPSGPLGQLHEDMLERVLARLPPAAFFRLRGVCRRWSDASRSPSFLAACARAPARDPWFLMLSDNEQP
RSAAVAFEAGEGAWAWARRADAAIPEPEPVPVAAAGGLLLYRAPDTGALTVANPLTGASRSLPPPPLAPPGARLHAVAMY
GESPYHVVLILGELPDTLSMAKFDSSTNAWEDIAPLSRTKPDSSLPADADAGDEDEDDEDGVGGDGNVYFLSKTGDIMAS
TVQRSASRQHYAAVTLNGSRGGDPEPVAHFLTDSGAVVACDISRRVFAELPRVLPASFEYSLDVVACGGGGGARALVVVL



SELMETASLRVWEFVGGDGEWRQVAAMPPAMSHAFYGKKADVNCVGHGGRVMVCVSSSSVGGGVGEGESSGCFVCDLGSN
RWEELPRCGAGAEGEVADFVAAFSFEPRMEAAV*                                              
>Bdis_1g22780                                                                   
MPAIFFKKFWATVGDQVTTEVLNVLRGGDIPEGWNDTTVVLIPKVSHPVKLKDLRPISLCNVQYKVISKVISNRLKVILP
DILYPNQSAFVPGRIISDNILLAYELTHFLQRKRSGSAGYAALILDISKAYDRVDWNFLRDMMIKLGFHRSWVELIMKCI
TSVRYQIKVNGDATDVIIPQRGLRQGDPLSPYLFLICAEGFSAIWDKLSKPKLTGGLGFRDLHSFNLAMLARQAWRLLQN
PSSLCAQVLAARYYPNNSLLQAVPVPGISYAWRSILKGINLLKDGIIWTVGDGNMIDIWSDPWIPRDCSRKVTSQRGRHL
VSKVKQGSKVSSNANSHRWSPPPEDVLKINTDGCFKEKSFSGGWGFTICNNTGSLIAAGAGNLVRVSSPLHAEAHAMLQA
AIIASQMGCQNVIFETDSVPLKQAVNSEDYDLSSLGAMIREIKFHLRLGFHDVTVVNCPRTCNGAVHNLAAHGVLMEADH
YETWPLGLNNEDDDRKRRSGEKVLQHLDDLPHDILGEVLSRLSFRDSARMSVLSSTWSRLWRSCRRNLIFTRKTMVCRSR
QIRKRRYLIADLRSDFVENVNGVLRHLGSAAPRDKFVLRFDLCQEQAHAHADTWVNFCAASRAKHVVFDFRPGPWVLAEL
CSLPLHKLSDAGGSPVVRSLHIMSASLETPPAPGFGGFTNLKELLLDKVVLGDVGWLLASCHAHESLSVMRCSTLQSLST
PRRLRRLWYLSVHLCKEMQKVAVQAPNLSTFKFSTSNDPVSIVLGGSLKMEDVTLVLRSMKDRVDYVFADLPSGVPHARK
LSVDFMIDTSVRELARFPTSHFTNLKHLILSLIIFALIGDDTAGLLRLASVLELAPVWSNWNCIWLATSAAATSSRGWRN
CPRPIDRTSI*                                                                     
>Bdis_1g23360                                                                   
MAAQLPDDVILEILLRLPATDIARCRQVCRAWRSAIADPSFDRAHSAKRPSAAARVAAQHEVYYHGFFGLPRFRVTRIVA
FDFFLRGEHAAPLRPRALCFSSPHAQFTMLVGSWDGVVCLKQGILQVHSRFDDVPREAPFGFYVHQFVLWNPVAMTSATV
GVPGPDHRQHQLGHIIGGYAHLGTRRFHLLHASGETNGGFRISPTPFRILSVGDDAAWRELPFLLGEEDTFPEIIMGKGN
VVRLHDNLHWLAQPSSSSSGTRMQLRVLVFDTTREKFLLMETKLCIFTVEPSSSTMELWMLEGYDSGEATPRGSWRLEAR
ISLITWDRSDLSRAFSAMAEVQVEVVEDDVVGKGEEEVLIKQMEGRIDSYNVRHKAWGVVGNVRTSFMAHESLVMHRESL
VQGQVSFGKASRALHKYIDFYGQRLYYL*                                                   
>Bdis_1g23855                                                                   
MAVILVDSGGRDLLLNFPERCLHPAPSPASPSSSCHGPAPSSVPPSSSRHGPAPARALPTFCGRDLHPIAAVAAKHHRWR
RMPADPPKPEDVSLCFRSCLRSAGVRSPRRRTLSNQKEPVPRAGDVRRLVVVRVHDGLELAVHPDGAPDQAPLLVHNLGR
HEPAGNGVRQRHRVLRRQRHVCAAAEAKQGFPSSAALAVAAPAPHCPAPRTPARLLQPFTPPAAMPMATTRRPLPSPASA
GSSWQDLPSELLGLVLSRLPSHADRVRLPAVCRPWRSSARLQRPLPPLLPTLFLVRGDGRCSLMNPFSAAATTPLPELTD
YVPVTDWIARKPHFRYRKVLVSSGRHRLVAVLVQFHRTGTSKKLIFPTRGRQGLSTMMDWAPPQGSFIRDTLRSSKARST
SKPPRKRNINMSSMSSTLVASRQPR                                                       
>Bdis_1g24347                                                                   
MTSPAALPGNLPDGIFEDILLRIPPDQTAFLARVSTVCKGWRNLLLDPRFRHRYATFHGRTRPMLGFIYPDDEVEVIPRF
VPTTALAPPRPGRRGLYTVDAHHGNVLFCDEGVVWEDPSAHREFVVWDPITRSEWTVPMPESSGRSWTAAVHCGAAGCEH
LDCHGHPFLVAYVYIDDDKVNFSARVYSSEAAAWSGKNSAEHRHAQIGQEAFVNNIFDPYKVLVGNVLYFNLDIHEMIIQ
YDLASRELSMIDPPDVNTGDILLMTAEHGGLGFAVRRQQGSSIELWSMEVDAHQGVEWVQSRVINLETLLPLSALSRRTR
IVMIGFAEGVGLILISTEFGVFTLELKSGQVRKVCSSEMIRGHVIPYMSFYHPGHARGILPPDHEDAAVHPPT       
>Bdis_1g24996                                                                   
LGGISLIARLLSVQKLGRWAATVLPKPNSMAGCSDRTMVSQSPTPPPPTADDPPLPSNPDDSPTPNSEAPPPPPEPLASL
PDELLEEILLCLPAAADLARASTTCASFRHIVAPLSFVRRFRSLHKLPVLGFLRADFYPAQPPHPSAPAAHALAQSADFT
FSFLPNPACWSPRDVRDGRVLFSAVSASEGRGDFIEATSNTFVDLVVCDPLSRRYVQIPPVPEDLAAPVEHHGVLDFEPF
FAPASEADVHEDSSFGVICKVLCENKVAVFVFSSRTGEWSSILCHGLGALSSDVVDALYARCGLHRRHYAHGFFCWVLEW
MDKLLMLDPCGMKFSIIDLPSNSQGGRLAIVEAGEGKIGLLNIGMRTLDFYKASHHYCLHQVYEVDFSRRDKALMAIDCC
MMAQLL                                                                          
>Bdis_1g27700                                                                   
MAAALVEQVMGWFPRAADAIARPASLSAAAGYDGEDRVSVLPDDLLRSVLSRLPAKDAARTAALASRWRHLWRSAPLVIS
DADLPRSAVARVLADHPGPFRAVTLFRSRFARHERALSEWPRLLAAKGVQDLVIADNVRDPTAATQPLPADVLRCASLQR
LFLGFWTFPDTAGLPRGAHVFPHLRELAMFVTTITDQGLDYMLTCSPALETLAFILNKTPERVQLRSKSLRCVLFWLSMV
EEEVAVVDTPLLERLILFEAPPGSGEDEVASLPVKVKIASAPKLRVLGYLEPRVHQLQIGDRVIKPNTRASPSTVVPSVK
ILALKVNFGVLEEVKMLASFLGCFPNVDTLNIVSTIAEEPTGRHHAKFWREVCPVQCVKSHVKTVCVKEFRGDQSEFEFI
KFIARSAKELEALLIVLTKENFASEDKACGLTNKLGALSLGVPWVCEEAGMLVLGPRMENVWSCQNASDLTVENPFH*  
>Bdis_1g27930                                                                   
MTIPEEDSSPPLEEGRAPTRVRTSSEHLTDDILVEILSRVPAKSLCRFKCVSPHWLGLTQDPHHRKKLPQTLTGFFHSED
GSTSEDHRLLESPVKFTNLGGTQHRPPVDTSFAFLPDKYKRFDLLDCCNGLPPLPLAAGLSAALYPEESIVRLGFDPVVS
PHFHVFVLEDKQHIWDSYLATRSSVYSSEIRVARVAVYSSKSEGWVHKHKTWDTYISVTERQSSTVFLNGKMHFHAYDRE
QSSFCLAAVDTDAETWTNFAVPGGMIEGFIRLSQGCLHYANLHRGEDGFSDRLAVYVLQDYEKKEWILKHRVDTFDLTKS
KHVVSDGGFDWIVIHPQYNLIYFTLGWDSTFICYDMDRASDLRS*                                   
>Bdis_1g28610                                                                   
MAADKRPRPSSPSPPATAAVSKVLDDSDLLHEILLRLDFPTWLVRAALVCKRWLSHVSDPAFLRRFQERHPPRLLGFYLE
SACKAFQQFVPLPDLPPELAAVARTASFDLTAEFYMHTSIEHCRNGVLLLRHTGYDKFIYQVRSPLNLARDGAVVATCCK
SMADEERHYGYMLLPNDGGHGMSVNFVGSHLELFAKVRSFQDGVCHDLRTSASIELPAHWKVSLHNRSLLHNGKLYMLGT
TGYILGLELASTRLFFIELPDAIRYEPPGSLQLSLKMSHQTVNSGVYLLNLEGLKINVWLRSTDDNSSWLLVDTICLRQV
FGHLVKPSWESGASRINLAGSGDNAEFVFLEVDAEIFCMYIRSRTVVKVYEMEYKDDQLFQIYPFMMVWPPIFPALIQRR
DQVEISES*                                                                       



>Bdis_1g28737                                                                   
MDHAVVANLPDDVLADILGRLAPRCLAMSRCVCKSWLAVVDARRLLRADLLPLSLGGLFIQLDGHPLPEFLSNPNSPSPI
NGALDFLPTAALPPNTWDWKDTLCVIGHFNGLLLLNGYVVNPATRRWDPLPVAPRQGAMPILSGDFLFTEAHLAYDPTMS
PHYEVLSVPWVGGGYTTSQDHHYQHHPSPAEEYEWPPRAFKMQVFSSRTGCWGETSFLRQGDAVGTVFNMRPNVKHAYSI
YQRGVLYVHWQFHFVLRISLSDRKYHVIKEPEGIAYDKYLGKSDKGVYYASFTHYWRLKVWTLDQGSMTWILKHNGDLKS
LLAHHQLPEGQTSWLLQDINYNFFRTRPPIEWNSDHDGRHMAIEQPYEYSFEILGFDPFQETVFLSISRDDKTLETGLAY
DLISSQVQVLGNLYPTHYRDHFNDCLSNEFWYFESFPYTPCWVKEFGGNQSN                            
>Bdis_1g29693                                                                   
MENIRNLRTQMKPEMEAIITTAAAASCDQLPEDVVLEILVRVSTAPAALFRCAATCKRWRALIADRSFLRRCWPEDANHP
SSSLVGFFNTQPHGRMDVAESSHSLFFVPLPGGGGSILGSRRRFLSSLVPGASEDGVLDGAHEVAARNGLVLVRLDRGYD
SLHLAVCDVLAGTCVVLPPIESVVTNFVDCVIFTDADYHRSSKGRSSVSPPSSSSPAEHSAFFKVVVIVHRSSVTDYKLK
YNLYTFSSTEARWSAPRKCLEELGQGAAGSQVFLEKDAVVCRGVAHWLITSFLLHKPTKYYTFEVSAETDQATLTELSFP
TAANDHAQLLSATADGTLSLLICMHEELLQEPDCIRRLETWTRGNDGVWFRKRAVELKPPPGARFYHGSVQMWPGEKSGK
LLVVHDDDHGHFEGVYNVDVETGFVEEQRFRNNLDVFAVPMEIDFPALFATRLG*                         
>Bdis_1g29696                                                                   
YIQIRNRPEMEETTAAAAARASCELPEKILLEILARVAVDPAALFRCASTCKRWRSLIAAPSFLRRCWPDDAPSSLAGFF
TRQPHGRLDLDDGGATTPYQIFFVPTPGGGRSILGARRRLLASFIPGAPHGLLDCAFELAADCHRSSATPPADTPPCSTF
FKVAIIVSSSYVTADKECSLYTFSSDEQTWSAPRKCLEELRQRSGAGAGGSQFFLAKDAVVCGGVAHWLVSCFEGDPAKY
YTFEVSAETNQASLTEISFPSANAGEPAPEDFGAKRNCPPPGRLPELHLAIFSGADQRRQASSSAACFFKVLALLCNTIS
YARDPDKEWNLYTFSSIDGAGWSAPRECLDQLRQQGGGDDPCPCAMFFLGKDAVVCRGVAHWFIGCLKDIAGPFKHYTFE
VSAETNQASLTEVSLPATDFRAALVPAAAADGSLLLLGIDKQQQIGVQWLETWARDYDGGWIRTRAVELKLKPPAVGWRH
GNEEIWPVDKSRKLLINVHNTDDDLSVRIQRVDVETGMRPVTNIIMGQGPLIFPPQPRSTIDFLPSDSFSFFFCPLQISI
RSCPFRTRHAGGCYIQIRP                                                             
>Bdis_1g31010                                                                   
MPGTRGPAALDDLPEEITDDILLRLPPKAVGRCRAVCRSWRDATSTPGFALEHRRRQPPLPVINALYAGAGLVLLPASAG
AARASDKPLWPFPPGTKPRHQPILGNTCHGFIIVSKKSQFYICNPATHRRVLLPQPLYGAGFKNTILGLYRHRSTGEYRV
LILNSMDRSAELSWYFDDSLYVLTVGSDEPRHIAVRTQPMSPPSMEQNLLNSLGTSPPAHHRGNLHWSPYGAGESTGGHG
DIIVFDTEAESFWWMHGPAPAKLSDHKKFLDMEGKLAYVLWEGRSPMCFAAMDVWAMQDYEAETWSFRYPIDVSTVEASR
QLCTTPIPCEKNKKTPLDSKVRWFNDMAMVNDRELLIRFNNKHVLRCDTDGEFLGLVAIGYRQYRMHLTPHRLQESIIPI
PSH*                                                                            
>Bdis_1g31106                                                                   
MSDRKTGVTVLDDLPEEVIVDKILILLPAKDVGRCRAVCKSWRSATSTPEFMLEHHQRQPSLPIIDNGQAAGFVVLRETG
TRKYGQQLWPFIGRMKHGKNRLRAAGDGLLIVSQESRVYICNPTIRKHALLPQPRLEPRSHRASETIRFCGLYRHHPTGE
YRVLWISEYFYEPRFYEARLYVLTVGSNMSRHIRIRMPGMLPLSEEEQFLKRLFRFAYCPPVHHCDNLHWTGASREIIVF
DTVAESFSLMPCPTQLGSRGRLLDINGTLGFGCRVTKQAMEVWVVQDYQAEIWALKCRIDVSTVEASRDRTIIAKRKNKK
KKSLDFTVKSFRDMAVLNERELLIRFNRNYVLRCDIDGKFLGIVNTERRQYHMLLTRYCFQESIIPIPSGEIQEDGEPLF
STGHV                                                                           
>Bdis_1g31275                                                                   
MTIFSQSEQGPRRYILSTIEQKHNVYSCLGPTALLLCDPSESPQTNTTRGGDGAQGGAAAAISAVLDDDDLLIEILVRVA
FPTSLVRAALVCKRWYGHASDPAFLRRFRGLRPPRLLGFYIFTRAPKHIRFVPLPQPPELAAVVRRGSFDLDTLDRDRFV
ASCCNGVLITSSRPGVNHQHAMRMVHCPLYPQRDMSILPPLPETSIHVP                               
>Bdis_1g31470                                                                   
MPGPAAVSLLPGDVIFDILSRTPVKSVCRFRCVSKDWLALISDPAFLAAHHSRTDGDPQLLVTGYHGEGSRVLLLDTEGN
AVRKITEGLGTYPSFCSTLGGDFPCVVCCADEGIIRAVDLVSGKLLLTCPAPGKREILALGVGAAGSGSGSYKAVRLVQR
FPPRYGDPEQICEVLTLGGDGGGWRQAKPPPAQLCLDLCFLQGVVIPATVLNGVAHFRNGSTAAAGMHKDSVLRFDLGSE
EWADEPIHGPLGAHPGLWAETRQIRVAQLGGALCMVQTELAWPRWSESGGGHRCTNVWLLRAGGSGGVWVKAYAVPAAVA
SEIMEPLMVMPDGVKLLFYDYLREDKVRVVRAYDPRDGTCTEVMRLPTRNFGKIGLCRFHLYNFVAPITKI*        
>Bdis_1g31485                                                                   
MAEGGAATTATTLPRDVIFDILSRTPVKSICRFRCVSKEWQSRISDRAFIAAHRSHANPEPLLVGTAHGALLLMNMDGKI
VKKIKGLGVLPTFRSTLDDLICVCSTDSTTRVLDMATGKLLLTCRPMPDGGRIYAVGLGRAAASGSIKAVRLTEGLRYDG
PSDQACEVLTLDDGGGASAAQCQWRPAPSPPFLACLYAFSGAGTTANGAVHFLTQNVAAARADDDDDDIPVDSVLRFDLE
SEQWRSTIQGPLLKGDHDGDDGAGSAWMKTGQIRLGKLGGALCMVQTEVRRAGRVYWADIWLLDDPDRSVWAKAYAIPMH
LSSDIIEPLRVMPDDGVRRLLFHYFNPAVQNWISVASTSPLCVAEESSSRSSIINFPTGNKSRRIFYEQSKYFQTERM  
>Bdis_1g31900                                                                   
MAVERLTDDILIEILSRVPAKSLCRFKCVSRHWLSLTTDPHHRKKLPQNLAGFFNSRDIEEEPILVLDLVLHFTRAPGCR
RCPLMHPVLGFLPCRMWVGILDCCNGLLLCRRYDILTYGGEYSYLVCNPATEKWVQLPDSGQSNMMGIARLGFEPGVSLH
FYVFELEQDRRRGSSLTRVAVYSSETGRWIHKYKGWNQGTSFRDHRSATVFLNGYLHFDTSDSEQSRCLAAVDTKGETWK
HFSVPAGGLRKGYINQSQGCLHYANFQRGEDDDDDDDDAVRLVVYILENYGSKEWTLKHSVESSYVFGGIPVDIDRGFDW
IAIHPNCNSIFFTLGQRDTTFMCYNMDLRQAKVIPFPAHRDDRPPYLPYVPVYSELQPLHT*                  
>Bdis_1g31910                                                                   
MTVPEEDSSRPRKGRRASTRIRTCSGGTAAERLTDDILVEILSRVPAKSLCRFKCVSPHWLGLTKDPHHRKKLPQTVAGF
FHDSTSEEAEGLLESRVDFTNIGGTQRRPPVDTSFAFLPGHRRFDLLDCRNGLLLFRWFDASAESCLEFRYLVCNPATEK



WAALPECHQAAVLGAALNPEERTVRLAFDPAVSPHFHVFLLEDQHDICHSISYLATWSPVYYSSRTSVAVYSSETGGWVH
KRKTWDQQISITRRQSSTVFLDGKLHLHAYDRELSSFCLAAVDTDAETWTNFAVPGGTIEGFIQLSQGRLHYANLQRAGQ
DGFSNRLAVYVLQDYEKKEWILKHSIHTFDLARSIHVVFDGGFDWIVIHPQYNLIYFTLGWDSKFICYDMDRRQAQVICN
LEECKKPYLPYVPLYAELPSLPM*                                                        
>Bdis_1g31920                                                                   
MAVDRITDDILVEILSRVPAKSLCRFKCVSKHWLGLTNDPHHRKRLPQTLAGFFYSGSSRKTEQRFLESPVVFTNLGGTQ
CCRPPIDTSFAFLPSHRRLDLLDSCNGLLLFRWYDVSGKYGDFRYIVCNPATEEWAALPDSGQEDKLTRLTMERTAWLGF
DPAVSPHFHVFEFVEELDPRAHFLSIFSVHDTETGVSVYSSETGGWVHKEKRSDQLIRHTKRRSASVFGNGNLHFHAFDR
EYTCRLAAVDTEAETWMNFGVPGGVLCGLIQWSQGRLHYANFQGGEDGAAFRLVVYVLEDYGSKEWKFKHSVEMAYIFKG
MSSFSYEDFDWIAIHPDCNLIFFAVGWRYSTFRSYDMDSRQVKVICDLEDGRPPYLPYVPLYAELPSLHVRDASEIPHMS
GL*                                                                             
>Bdis_1g31930                                                                   
MAVDGITDDILVEILSRVPAKSLCRFKCVSKHWLGLTNDRNYLKKLPQTLTGFFYSSTTEGQFLESPIVFTSLSGSHGCP
PIDTSFAFLPSHQRLNLLDCCNGLLLFRWYDVYAKDNQFLAQKKKNKKDNQFRYVVCNLATEKWTVLPDSGQADKPSTLS
TACTARLGFDPAVSPHFHVFELEEEERALSSVSSPESAKCHSKCTRLKREYQCIRPKREDGFIKRRGRTNLSCSLGFVDT
EAETWTNFAVPDGLLDGFVQCSQGRLHYANFQGGENGVACRLVVYVLEDYDSKEWILKHSVEKSYIFKGMSVCLDDLDWI
AIHPQHNLIFFTLASINCSTFMSYNMDSQQLKVICDLEGGGPPYLPYMPLYAELPWDASSIPHMSSL*            
>Bdis_1g31950                                                                   
MDRVKKTSSPAADLTDDLIVEILSRLPAKSICRFKCVSPHWRSLITDRANRRKLPQTLSGFFRHTVGQDGHNEPISVPVF
YSIVSGLGEEEKHVRDPSLSFLPGCYKTIIPKDCCNGLLLCLCWKGSPKDESNYVVCNPATEKWVILPQSDQASQLFVRH
VGFDPAVSSHFHVFSVLEGLDGYTTGVDVYSSEAKAWSYKENGWADETVLYEPSVFLNGMMHFVSCEFTIVALDTQGKSW
RTIPLLQTMGYEDYFYGNCAIIGQSQGHLHYLNVRERDASTLSVWTLSNYCSGEWLFKYNINIFQLFGWKDVINQRQWDY
TLVAIHPECSLIFYILHHENMLLSYDMDHGKVHVIRKLKEHYYGATYIPYVPLFTESLVDHE*                 
>Bdis_1g31960                                                                   
MATAEEAERLTGDIVIEILSWVPANSLCRFKCVSKRWLGLNYDRHHRKKLRQSLTGFFSTMGKAEEESTLHFTTISGNAS
QSFPQHVQLLDCCNGLLLYRWFEVSAKATDEEYGYIITTPAADERAALPATSKAALAGSVAGITRLGF*           
>Bdis_1g31980                                                                   
MDRIKKTSSPAADLTDDLIVEILSRLPAKSICRFKCVSPHWRRLITDRANRRKLPQTLSGFFRYAVGPDGDGKAISAPYF
NSIISGLGEEERHVHDPSLSFLPGYYRSIIPKDCCNGLLLCICWKDSPSNEFHYVVCNPATEKWLILPQSDQDSQMFVIR
VGFDPAVSPHFHVFSVLRDQNRFITGVDVYSSEAQAWSYKESGWAYGIMVYEPSVFLNGMMHFISCASTIVALDTEGKSW
KTIPLLETMGYKCSFARSCAFIGKSQGHLHYLNVKGTDASLSVWILNNSCGDEWLFKYNISSSQLSGSKDVMNTWDYTVV
AIHPECSLIFYVLNGEIMLVSYDIDHGEVHIIHKLKEPFYGSRNPYIPYIPLFRESESLSDHE*                
>Bdis_1g32190                                                                   
MACQQGPNTDRCVKNTFKMTRSKDIQLHHLPTDVLRGILSRLTLKEAVQMSILSRKWRRLWKCYPKLVFTRATMRSSDAM
AGHQKPLRTRFIRGINSVTRQLKSVNLNKFVVKFALRKRHTPHIDRWINFSAKSRTKHVVLDLCPRRRFSADTDDRYSFP
LHLFNASSGSCVKSLRLGYVYLTLSPDLGGFSNLKKLSLHKVQFCSLTKLDIQAPNLTTFVFDDYMIPIVLGEPLKISEA
TISLFASSDCFNYVFRDLVNALSHVQSLSISFGLETEVTRFVKSPTRLTNLRHLVLKIDISGKAETAGELLRLTYLLELA
PVLEELVLNMSSFTSANHVQELSEDVYQPHPHSHLKTVHMTGFYGLRGQLELARYLLRNATSLNRMIIDPMVRNHWHIPP
MVVAKVNMEIGRERAIDVRWPDLRRVNTNISLDKEEAKSNAYLFIL*                                 
>Bdis_1g33610                                                                   
MEWDSESDGAASVGSGDMEEEEEEGGGEMVVEGADGSEGGGGGGGGGDGVGGMFTFAMEGVLRGSGPYGLVVTDALEPDC
PIIYVNRGFEEATGYRAEEVLGRNCRFLQCRGPFAQRRHPLVDAAVVSGIQRCIDNGTQFRGDLLNFRKDGFPLMNRLHL
TPIYGDDDIITHYMGIQFFTNANVDLGPLPGSITREPVRSTRFAPDNSFRPISTGPGESNFCREYSSLFLLTDEVLCQSI
LSRLSPRDIASVSSVCRRLYDLTKNEDLWRMVCRNAWGSETTRALETVPAAKRLGWGRLARELTTLEAVAWRKLTVGGAV
EPSRCNFSACAVGNRVVLFGGEGVNMQPMNDTFVLDLNASNPEWRHINVSAAPPGRWGHTLSCLNGSWLVVFGGCGRQGL
LNDVFILDLDAKHPTWREIPGVAPPVPRSWHSSCTLDGTKLVVSGGCADSGVLLSDTYLLDVSMDRPVWREVPASWAPPS
RLGHSMSVYDGRKILMFGGLAKSGPLRLRSSDVFTMDLSEDEPCWRCLTGSGMPGAGNPAGAGPPPRLDHVAVSLPGGRV
LIFGGSVAGLHSASQLYLLDPTEEKPTWRILNVPGRPPRFAWGHSTCVVGGTKAIVLGGQTGEEWMLTEVHELSLASNSV
*                                                                               
>Bdis_1g34777                                                                   
APWTAGIIASPHASPRSSAAASSSSRPATGARVHYVFNPSTGQSAALPEGRYTGRRSLRVKVEEDPDGHHKYARVGIGYD
ARTRRHKVVRVYYRGCDTKKKPPGCEVYVVNGSTGLWRPASGGALEKPAGWARGISPLAIVDNSRRIVLLQPRACLWYTA
SFRLRAYAPATGATENLVDRNGLVANKKLVLRHATLYEESVVSPGQPCEDIIFAMSLVLRKLSRYTLARLKCVCRSWRAM
IESDDFYRTRITMSPFDPDDSSTQGKQVLLLIFLDNVKFIPQFSSSPCHNSMQGVVWYNTMGNPQAPVSPQRGITRQKYK
FILLQYSTMQCV                                                                    
>Bdis_1g34820                                                                   
MADGQDLGDAAAVEPDPLPNPEEGRTDLEEGGEGEAAAGGGGEEEEDVDVDGLASFLEFEILSGSGAEDPPDQDEEEKEE
PVKDDVRKGKRKQDSQSDGDGSGSEEEHQKRARREKGKGKALTPVQPRIDTGTFSNVPPELFLQIFKFLSSEDLISCALV
CRFMNAAASDETLWRRLYCMRWGLSSNAISHAKLRECAWKNLYIQQDREDMVEFVRYTPTEFKEYYIQMQAAKRSQAPLP
SEVNDDKVILDKTIADQVSSWKSSRGLTEDAVKGHSCSGSTCLYTQIGDAYICEKTGRVHVCDDACREFVLDQSSGLLVC
TISGHCFERFLCPDDEWDTCDTDQQQGGVTDEAEPFLGSGRFARAYLLGYNCADEKELEYALRFC*MADGQDLGDAAAVE
PDPLPNPEEGRTDLEEGGEGEAAAGGGGEEEEDVDVDGLASFLEFEILSGSGAEDPPDDEEEKEEPVKDDVRKGKRKQDS



QSDGDGSGSEEEHQKRARREKGKGKALTPVQPRIDTGTFSNVPPELFLQIFKFLSSEDLISCALVCRFMNAAASDETLWR
RLYCMRWGLSSNAISHAKLRECAWKNLYIQQDREDMVEFVRYTPTEFKEYYIQMQAAKRSQAPLPSEVNDDKVILDKTIA
DQVSSWKSSRGLTEDAVKGHSCSGSTCLYTQIGDAYICEKTGRVHVCDDACREFVLDQSSGLLVCTISGHCFERFLCPDD
EWDTCDTDQQQGGVTDEAEPFLGSGRFARAYLLGYNCADEKELEYALRFC*                             
>Bdis_1g35300                                                                   
MATLAIDSGGPGPPVSLPLAPCPSLPDDIVMDILARLPAKSAGQCRCLSHAWAAALSSQHFVDRHHRLANRRHSPRVFFL
HYSFDDGAQMHMWSQDHHNSNDGTVPHRIHGHALRLVALQCRGLVVLEDSSRDHVNYVCNPSSGHMMALPEGRQKICHKG
VSDNHYESLGLGYDDQTKTHKVVRISYHGCDRGGLPTSVGCEVYVVNSAGHWQPIQGKPPAWVIPYEPSVFAQGHVHWLA
EKKVPISADTPIDMVIVSFSLADQTFGIVPPPLGMDGESLSRHRLTELDGHLCLFSDYVPNLSCYDIWFLVSEPGAHVVW
NLHCRIDMSKVSPDITDRVERCSLYPLAIINNGSRILLVKPGLVLAPLAGNYPCCAHC*                     
>Bdis_1g42250                                                                   
MGLLKLNQLMSMKRRRRRNRRRQIQTRNGSIASCAKSKGRHDDEHSLDGQIKGYSISDLPEDILCRIHSLMPIQDAARAA
CVSQTFLHSWRCRPNLDFSRETLGLTKETQRDITSIVDHILQNHSGVGVKAVKFLDDSWLWNSIKNQDFRHLDVENQDFS
HLDLDRWLRNTIKPGIEELNISLHGENTVYNFPCSLLSDEIGESLRNLKLVGCYFDPTIGLGSLRNLRRIQLGSVSITDS
KLECLLSNSFSLEQLVLRVCSGIICLKIPCLQRLSYLEVNACTGLEVLESKAPNLSSVIIQEAPHVQLSLLESPRITKYY
RSCPGAAFYARTELPSSMPNLETLSLVSNTETVNTPVMPSKFLHLKWLSISLSGRGQTYDLFSLSSFFDASPFLETFKLN
ASLHVKRGSIFEDRSDLRKMPEKHSYKLKCVRITNFSSAKSLIELTCHILESAMSLERLTLDTTHGAPRCSVMKTVRCWP
MKKDALMEAHRALSAIQTYVKSKVPSTVELNVFEPCSQCHAVAL*                                   
>Bdis_1g47660                                                                   
MDETESSKQKKLRTGDHPPTNPAATLLTDDLVVEILSRLPAKSLHRFKCVSPSWRDLIAHPAHRKKLPQTLAGFLYGTDD
SHFANVSGGPAPLNASVPVLLDNEPPPTSSTTEFDSHYIVCNPATERWVELPPHPRAEFNSICRTPRLAFDPAVSPHFHV
LEFEETDRRKHITGLNIYSSKTGAWNHRGSELGEEVALFSGITSAYLGGMLHLLGMLPMNDFDSVLVVVDMEGKVWKTIH
VPHGFSFGTLFGTIALSQGCLHYANTIQAPTSKKMKKKDALSLAPKIALWYLEDYDSKEWVLKHSISTDKLFSRNVMEFK
VAAIHPDCDTVFSLSCETGRLASCDMRRQKFHILNLEKSMTWDLLPYVPLFSDSLAEAVGQ*                  
>Bdis_1g48285                                                                   
QGSLTSKAPIRGTASSSSLVQLINSPPQARSSLVSKSARARSNRSRETTTRVRSRSRRSIEQGSSMEIERLPEELLTEVI
SRTSPQDACRAAAVSQALRAAADSDVVWSRFLPRDLPRFAKKEIPRAPLSGKGLFQRLAAQPALLPGKLVVCKDTLAVTD
LKLNL                                                                           
>Bdis_1g48680                                                                   
MAEITAAASSCELPEDVVLEILVLVSADAATLFRCAAACERWRALIADPSFLRRCWPEDHPSCLVGFDQRRHASSSAACF
FKVLALVCNTRSYTRDPDKEWNLYTFSSTDAGWSAPRECLDQLRQGGGDPCAMFFLGKDAVVCRGVAHWFMAA*      
>Bdis_1g49290                                                                   
MVPPQPTTNNKRSKNQQQQPSLPEETLVEIFSRLPAKSVGRCRCLSRSWAAALSSASFVDLHYYHQQQANQNCQNQQQQP
KLLFATAQRCLHAWQWRVPVDDGGAAPALVHQLALPQMDPGCALRVLTPKPCHGLVLLHRWPYYGHYVCNPSTGALLPLP
DTKAPSRMCGRYSIPCTYQNSVSYGLGCAGSSSASTKEHKVVRLLSLQEGSATTSCACEVFSLDGGAVPHWRPAAQRAPS
CTLRPRSAAVFFDGRLHFLQHEGGGCIVTLGVCHETFGSLKPPAGLDTRRVSFELAVLDGRLCLYYGHDVGDPDFRHGID
DEGDYISCNDDYCIWQLRSYHGAGEWEQLCCIQRQSLPEALLHVDRISPLEIYRGRNGHRMIMFAASANLTVFTVDMDDL
IDHDCGRAPPEMILLAPPTGNAVVDSFVETDPCSHAVGLLEESLVPLGRPSEEIIFSWPSTKAWSEVLKWLPTRCLVPLR
RVCKDWRVLINSNRFMQLHVTTQIKMSPRRILLIETEFGSFWPLEEAARGRELHVQQMDQFLFFGGSTRRSRVVCSKPSH
GLVVGSCTDCMGISSDFICNPTMGYFKKLFPDPQGGDASGFLAGRIGLGYDSREKKHVRVRLVYSKRNMHTRDYQLGCHV
QLTDTESSWRPIRPPPRPVAEMQSAYAHGKLYWIVDALAGTTSGCEILALDVGTEEFQVLQGPQYCNYDRITSIVELQGN
ICLVCSERSTNDMDIWKLEEGGLWSIWCRVELEEFSQEY*                                        
>Bdis_1g50260                                                                   
MYPFQGWADLPEGLLESIIARLGLVSSLDLVAFATTCRSWHAAFSSFLPLLPPLLFQPDAPPCSPRPTPIINSLVLTQPC
CVTNIANQETYQCCEIPMLSPFGRNNTLPSPLERFCFRGASYGHIILSSNKSCVVADIFTGVRVLSPQLPVFEDTELFYG
ALTAPLALPNSHLIVDTGSQNLFWRVGNHSWVPRTPGNGPIKQIVVVKGQVFGMDSDRRIFKVHLTPEINIQELPIMESS
MINKYHLTNTWLVACGDMLLLVGFWGPIAVSGVTFEVFRLDLTIEPALWLKVEKVENWAIFISTDKRSQTLSCMNPEVWG
GRSNCIYCYNHESKHWIALELGKPLQGDRSKYNPDVFIYTGCDSTVQPMWVVPSMLSFCR*                   
>Bdis_1g54227                                                                   
MMTPLVPGLPDDLVEEILLRFPPDEPGSLIRACLVSKPWRHLLTGAAFLASYRKFHRQTPPMLGFLHRLYDEEPCVSRFV
PTTAFRPPRPDRRCWYALDARHGRALFYDSESHPTPSFVVWDPVTDCQRKIPLPELPQAWNAAVLCAVDGCDHLDCHGDD
PFLVAFLGTDKMEGFRLTTACVYSSEIRAWSDTTPFEHPDAAVQMQPGVLVGSALCFLCEQSKRILQYDLLSRELSVIDL
PNVHGSSIVLMTVEDGTLGFACMEESRVFLWSMEVVDDGAAAWVEHRVFEMQTLIPPRALMITPDVVGFAEGIGIIFLRT
IVGLFTLELKSGRVRKVSTRGSLCTAIPYVSFYNPDRAICQLPQAHDQHWNIRKIAVEAQLPWCRKKKSNPLIANFY   
>Bdis_1g54260                                                                   
MDLLPEDAIHEILLRVPAKPLCRLRAVCRPWRPLTTSSSFIAAHTARHGPLVAAIKWIPYFDASRRSQLHLLDTSGHVVW
QMRLDKNYHHLEQNGEVSLTSLDVLCLVVGAGEDKRLCVLDPACSTGPMSLLPPYCCHHDTDYNYPVYTPFAVGRASSTG
ETKVLGFTMADSVEIQGCKVITLAGAGRSEWRDTGRPPGSVQTLMPGMPRCVALVKGVLYFLSYGFEEHRITGIGAYDVG
EEKWRPDLLHLPATAVPGQEMGLVELSGSLVVFYYKHKKDSGAGKESGFSMDLWFLTDCNKAIWSKQCTVSSYDSTGGQP
LWMLDDGRIVLSMWKYGWDTPVESSLRVYDPRTNTFTSGVEMPDYHIIGVYNGSLLKSCVDQ*                 
>Bdis_1g54590                                                                   
MASSKLSPAASSSGDLPPDALYEILLRVPAKDLCRLRAVCQAWRALTSDPLFAAAHKSCHTALLLALDYNSNNGSGVDIM



DLSGNVLKRIPSTGPEINFVDSSSGEVVKHLSNAENGTRMKDCSTKAMPCAFGQVSSTGEYKLLRVTRLGDEPHRQLCEV
ITVDGTNHGRRRKTQSPTSSIGSSDEIRWVVVDGVLSLAELNGFLVTVHNVHYVSMDLWFLIDIEKGIWVKKYSMPSQLA
GFRVRPFLISDDGRILFKHGTRYLQGYDPRTGTYSHALEVIDTRSIAIYTGNLLSL*                       
>Bdis_1g54770                                                                   
MASPTARIRTEEDLSAASSVSPPLPSDALFEILLRLPAKELCRLRAVRSSWRSLTRDASFIKDHTARHKGPYLATTLFDQ
EGESCGVSIIDLSSCDVIKRIYTVERGFRLQRTDLDLVCLVGGRDPLAVTVLNPATGATLCPSLDFAKEYEYLLERRSVS
VDLCALGKVPSTGDYKVLRVLRVRSPLGWHQLCEIMTLDSSNHTHWRAKRPGPLSTVHSHNKKQSVVIHGVVYFLLDYPK
PHLTHLNKAFKPGSIASFNLETEEWMPTINGPDLRSFYEGEDLTGIYDDPDIMVNLSITNLNGSLVMVHILCGISVSIWF
LTDLENALWVKRYGISSRHGNCCAYPLALLDDDQRIILLSQANDVVQSYDPKTDTYSHMLHLEDCSSTGIYTGSLLH*  
>Bdis_1g54780                                                                   
MASPTARIRNEQDLSAASSVSPPLPSDALFEILLRLPGKELCRLRAVRSSWRSLTRDASFIKDHAARHKGPYLATTLVDQ
EGESCGVSIIDLSSCDVIKRIYTVERGFRLQRTHRDLVCLVGGRNPLAVTVLNPATGASVSPSLDFSKEYEYLLERRSPL
GWHQLCEIMTLDSSNHTHWRAKRPGPLSTVHSNNKKQSVVIHGVVYFLLDYPKPHLTHLNKAFKPGSIASFNLETEDWMP
TINGPDLRSFYEGDDLTGIYDNPDIMVNLSITNLNGSLVMVHILCGISVSIWFLTDLENALWVKKYGISSRHGNCCAYPL
TLLDDDQRIILLSQANDAVQSYDPKTDTYSDMLHLEDCSSTGIYTGSLLY*                             
>Bdis_1g55677                                                                   
MGQIETKTTTMEEEDGEDIISLLPDCVLGHIVSLLPVKDAASTMALSRRWRHLWPSLPLDLVVCGRSQAQGRLISAALAR
RRVDGSLVIRFADGGPRPVLPRDLLQASAGAAAALRCLDLHHCILHPRATDDAGLGKTFFPCLETLRLSGVVIPEAALHR
LIAAGCCPALQELHLAWIYQLRRFAPCSATLRKITIQQKSDIPPLEEISLKGTPSLESLYLLHADVWRLYPAVIDEAAKP
PPSVVLQLPTLNSRFFKVMPKRSIPIVTTLVLNIKFSDSNELRNAAHILSLFPSLQTLHIWCFNFFVSDEDKNAASGGQC
QMPAAGTIACLNKHLKNVILKEYCGSEWEVGFARDNIFFENEDCIATILFSGKYMIWGTAKND                 
>Bdis_1g56167                                                                   
MPPPPPVLLDELLEEVFLRLPPDEPEHLIRASSVCRPWRRILAGRGFRRRYLEIHGTPPVLGLLRNGGSTYPLGSGFVPT
SAFRPAELDLPGWSAVDCRHGRALFFPSPTRIKDVYGLLVWDPVTGDQRHVPSPDMNFRLGFGAAAAVVCAAEGCDHCGC
HGGPFRVAAVFAGAGQEISARLYSSETGTWSELTSVHHPYHPPYSCANNMRSVLVGDALYFISLKNQIIEYRLGTLGLSL
FDLLPEGKSMFLGMLMTAEDGGLGFAKPEGTTLTLWSRDTSPNGAVGWAQHRVINLETVLPRGALSIPFESCMIWLVGFM
EGTQVIFIGIYATVYMVELKSGRARKVLDQGMDVYPYMSFPGITPCI*                                
>Bdis_1g56900                                                                   
MKRRRISKAAPIELPEELIHEILLRLPVKSLLRFKSVSKAWRTTISGAFFIRSHLNHSTSKREQNPSLLISPLALTTRVS
QTQGDQPWPPTTFSTRIRFYQWPPEPDRALDDQASLIHSKDYSGEFSSVCHFAHCDGLVLLPTNTKVYLFNPATRDAITL
PDQENPNTMPVPRRVCLPVGLGLDPGCGRYKVVRPFFRSRHPQTDIFLMGTQVYTVGGGGDTANWREVADPPYPPLKWIT
AKSLNGHVYWNIDTYNLSPRPRCLLRFSLQHETFGVTAFPDAMDPDLDEPFLLEAVRGELFMTTPASARPGPQPLTLLWA
LVRDDGMMNSRWELRYSIDVSHNCRPLALLPEGRVMLLVRGCIVYHYRPDGNELMEVCALEELRYQRRRAGSFERNAGRD
AFFFIVTSYVESLVRLTA*                                                             
>Bdis_1g57260                                                                   
MGEECNEYRCWEELLPDALGLIFRNLSLQEVLTVVPRVCKSWNRVVSGPYCWQEIDIDEWCQRNWWKSEKLTRMVHMLIA
RSGGSFSRFSVSALPNDTLFASLQTRVCITSIVLRSPIHIIWFKPSYTDPTTVFAFASARSLKTFELPRSDISDCIVEDV
AQRLSNVTFLDVSSCTKIGARALEAFGKNCRSLERLWHVMHPMDVDGKDSQHDEARAIAYNMRKLRHLEIGYMLIATEDV
VEIASQCHDLKFLDVRGCWYVDNKLLEERYPWLKVQGPLVDGFYEDRFWEEYSDDSDDDSIYSSELIDDDYYVIGSDEEE
AIWDDGQDIE*                                                                     
>Bdis_1g57950                                                                   
MGEECNEYRCWEELLPDGLGLIFRNLSLQEVLTVVPQVCKSWNRVVSGPYCWQEIDIDEWCQRNWWKSEKLTRMVHMLIA
CSGGSFCRFSVSVLPNDSLFAFIADQQLVAAAPCQPHSWHPSP*                                    
>Bdis_1g58455                                                                   
EDSTLVLAPPPPIPCPRQARVSGAMAPSRNPSLPDDLIEDIFARMPAKSVQRCRCLSRAWAATLSSRRFIDRHLLLANCR
GSPRLFFLPEYYSSDTTAHAWSRARPTPRPRGRPPRRPPPRRRRRHPTLPRPRRPGGRPSHELQHLLGRRPLRLQPVHR 
>Bdis_1g58530                                                                   
MRRVRVSSHQSPVHKLGDSQMKLTPKFRLAAAASALPSPTPSSDFEPSSWETPLIPGLPDDAALNCLLRLPVEAHEACRL
VCRRWHHLLADKARFFTQRKAMGFRSPWLFTLAFHRCTGKIQWKVLDLNHLTWHTIPTMPCRDRACPGGFGCVAIPSDGT
LLVCGGLVSDMDCPLHLVLKYDIYKNRWTVMTRMLSARSFFAGGVIDGQVYVAGGYSTDQFELNSAEVLDPVKGVWQPVA
SMGMNMASSDSAVISGRLYVTEGCAWPFFSLPRGQVYDPKIDRWEAMSVVMREGWTGLSVVIDERLFVISEYERMKVKVY
DQETDSWDSVNGPPMPERIMKPLSVSCLDSKIVVVGRGLQVAIGHVKRQPGSGSGANNTSSSYLICWQDVDVPRTFSDLT
PSSSQILHA*                                                                      
>Bdis_1g58702                                                                   
MPRLPQRSKRLLRLPRIQNPSPTGAGAATDAMPRLPPALPSELVEEILLRVPPQEPRSLFRSTLVCKLWLRILTGDAFRK
AYRECHHGTPPMLGIFHNDRKTFYHTRFVRTLADLSPPRLGSSAFLRALDARHGRVLFKMDADPAEDVPRKPAPHEHFLV
WDPITHEGWVIPIPMPSRSIGGWFAVLCARDGCDHLDCHGHPFRVAHAFVDEFDFNSFSAYLYSSVNGNWSDRSSVEFDG
EDKDLNHFCNLHEITTNVLVGNALYFDCDLSPVIMRYGLADRELSLIEKPDVCRYMSGQVMVENGILGFATILGFSIYIW
SREVDEHGAAAWVQPRVIKLETLLPPRYLSTKLTMCGFAEEIGVIFLRTKPGIFTIELKSGRARNLRKDGYTHDPLPM  
>Bdis_1g58704                                                                   
MAPPPPELPADIVEQIFLRLPPDEPGCLFRASRVSKFWLRRLAGPDFRHEYCELHGTPPMLGFLTRHSPKEEDHVSTLFV
PTLKLRPPGPAPARGYLRPLDARHGRVLFQTDPPGCLYEGYYPEPEYIVWDPITHEEWVFQKPGQLWGGWPAVLCAKPGC



DHLDCHGHPFQVACVIVEEFLCSATLYSSEAGYWRPSTHFVHCDQKLAVSSTICVMPPSVLVGNTLDFDFRSTTAIIRYD
LAEPELSLIKKPDDCKDGKMVVENGVLGMAAIVESSICLWSREVDEHGAAAWVQPRVINLVPLLPPLSLSTKPVMCGFAE
RVGVVFLRTEAGIFTVELKSGRARNLCHEGNIGDPLIPSFFQERDVPQPITVIPYMSFYKPGRDMKPLPPGHSEIEED  
>Bdis_1g58743                                                                   
MPPPPPELPAELVEEIFLRLPPDDPGCLFRASLVSESWLRRLAGPAFRRRYCEFHRTPPMLGFLTSGQAGEDLMNNTHFV
PTVKLCPPGPGHKYLQALDARHSRILFLTDPEDSIRVPRELIIWDPITLEEWTIPDPGLSSWAAVLCAKEGCDHLDCHGH
PFLVACVSLGDEEFSCSAILYSSETDSWSDETSVDHDEEHLTCYTYVDYMPPNVLVGNTLYFDCHPFRIIIQYDLADREL
SLIDTPDVQDSVDGQLTVENDVLGFAKIKESSIYLWLREVDEHGAAAWVQLRVIKLEKMFSSGALSTKPTMYAFAEGVGV
IFLWGKVGLFMIDLKSGRAKKVCYQGKSSISIIPYMSFYTPASGIQVFPCCLVEIWNSEIKNYYIKVWVPNLFILLEFLV
HRWSDSDQRSS                                                                     
>Bdis_1g58790                                                                   
MAERIEEGGETAAKRAKLCPTGAGVGEEGEGEDRLSALPDDILLHILNSLGNAEAAARTSVLSRRWRRLWALLPVLHFFF
RARHDKVPAALTALDAAHAALDAAHTDGEATPPLRRLGVIVSRSSAESLQAWLPIAARRLAGDLTLIELNNEEEGDEPPC
GGGAFELPCFEKATQIWLDLVRGFHSLAMPPSGVFVRLTDFHLDGAQLHGPCALGEAVSSPRCPSLQRLTVSSVGGLGNL
AIHSASLLEIELSGSELQQLTVAAPALEKLTVLHCFDGVSEPVADISAPQLASLTWRDAYDPMSVQFGEMSNLQWLGTSF
FLVYGHPGFERNRDSARLLRHFEAVHTLSLLLAHMWMSIEDMHDPDYLMEEMTRLPDIRFLTLILLTTGHSFGASSFHVF
RMCTGIKKLMLTFKSRKECEVATACASGCICDQPTNWKTED*                                      
>Bdis_1g58955                                                                   
MPPLPPALLDELLEEVFLRLPPDEPDHLVRASSVCRPWRRVIAGRGFRRRYLKFHGAPPVLGLLCNSFVPTSDRFVPTSA
FRPADHLLPGWFAVDCRHGRALFVPSPTRIKDISGDLLVWDPLTGDRRHVPSPDINMAFGLGSGAAVLCAAQGCDHSGCH
GGPFRVAVVSTDAAKQEISSRLYSSETGTWSQVTSVHHPHSWANHMPSVLVGDALYFAVMKNQIIEYRLGTLRLSLSDLL
PDGKAMFLGLLMMAEGGGLGFAKTDGSTLTLWSRETDPNGAPGWAQHRVINLETLLPRSDLWFVPGATKVLGFAEGTKAI
FVGIFGSVYVIELK*                                                                 
>Bdis_1g59587                                                                   
MEEPSTVRRLPEDLLVDILRRLPPHTLAAARCVRKSWLRAIDGRRLMDLLPLPLAGFFLNFNGHLFPEFFARPSTMPSGA
AISGELHSILRCGAAPGLFVKDHCNGLLLLYSGHVVNPAGRLWDELPRRPRPLEIALETSVGLGFQPQDYLVFDGPSESP
AVVSYEVVTISHAGYCPPPGELLDHEVKQLEWPPSPFLFQVFSSRTNRWEERPFIREGEPVGTVGDMERAWPGGDYQYAV
YWRGQLYVQRSFLIRISLSSGKYQVIKLPKGISSSEGYPEYRLGKSEKGVYFASLDFRDRLQVWILEETDGNTKWVLKHQ
ADLQHKLAHRNYHSGRVCGPWIMRDINYDFYRPYSFPYDTPRLPSSQDAFEWDSDNDDVLEVNDKGPKPYRGCLSMLGFH
PHKEVIFLSEACNRGLAYHLNTSKFQDLGDLCPRRYNHFVGKRKFILQSFPYTPCWTMEFP                   
>Bdis_1g60370                                                                   
MAPAANGRKRKCPPRPGLGDIHQDMLERVLARLPPASFFRLRAVCRGWRAAAASRTFLDACARVPRRDPWFLMLSDHRPH
HPVAFDAAERSWLKNACHADAAPGPAVPVAASGGLVLYRAPATGALSVSNPLTRASGALPPAPQPSQGQQQQLHAIAMYG
SPYRVALFTGELLDDLSMAVFDSSKGSWETPVALARSRPSADAPPVQDTDTVYFLSKSGDVVATNMQRSASKQYSSVVVP
SNSNDTAAVAYFLSHSGTVVACDTAARTFAELPRILPVHFEYSIDVVACGAAAYAVVLSEHLDTASLRVWEFAAGAWRQV
AAMPPAMSHGFCGKKADINCVGHGHRLMVCVSGSSAEVSGCFMCDVRSNRWEELPKCVDGDGEANEFLAAFSFEPRLEIN
V*                                                                              
>Bdis_1g60740                                                                   
MEAAGNGRRDAALGGLAVLPDELLCAVVDLLQPTDIGRLACVSSVMYILCNEEPLWMSKYLSVGGRLEYKGSWKKTTLSR
LSLCSENNEIEQKARHFDGFNSLYLYRRWYRCFTSLSSYSFDNGHVERKDDLSLDQFRPQYDGKSPVLLSKLVETWPART
KWTIQQLVLDYGEVTFRISQRSPQKIIMTLKDYVSYMELQHDEDPLYIFDDKFGESTPALLEDYSVPHLFQDDLFDVLDY
DQRPAFRWLIIGPERSGASWHVDPGLTSAWNTLLCGRKRWALYPPGRVPGGVTVHVSDEDGDVDIETPTSLQWWLDIYPH
LAEHEKPLECTQLPGETIFVPSGWWHCVLNLETTVAVTQNFVNQSNFEHVCLDMAPGHCHKGVCRAGLLAVPGKSIRDIE
NHPPGTVSKWNHTDMTRTEKRLKGSGPVRASNSVDQCSSFEFSDVHESLDNQIFSYNVDFLSQFLEKEKDHYTSVWSPTN
PIGQREAREWLRRLWVLKPELRELIWKGACLAINVDKWYACLEEISACHSLPPPSEDEKLPVGTGSNPVFIVSDNVIKIY
AEGGLGYSAHGLGTELEFYDLLQKVGSPLINHIPEIIASGFLVYEDGSYRTVPWDGKGMPDVLAKYYPLELSYANGCFPL
GLWSKQQFGMDSSPDASNKPIWPYMVTRKCKGDIFARVRDTLSKTDLLNLASSLGVQMRNIHLLPLPLPHVELLPQSGDS
NVKANDPPEWKHVISTLDGRKKNIKKHLANWGGSIPTVLIEKAEEYLPPDMGSLIKFVKDDDGELVYTFPCWIHSDIMDD
NILTERATKMGSFTDGKSTGDTELERLNVIHIIDFSDLSIGDPLCDLIPLHLDVFHGDIDLLREYLQSYQLPFLRGKSNN
DIYKSVQNSKFSRASYRAMCYCILHDDNVLGAIFGLWKELRTATSWEDVEHLVWDELNRYQQLPPAVCS*MEAAGNGRRD
AALGGLAVLPDELLCAVVDLLQPTDIGRLACVSSVMYILCNEEPLWMSKYLSVGGRLEYKGSWKKTTLSRLSLCSENNEI
EQKARHFDGFNSLYLYRRWYRCFTSLSSYSFDNGHVERKDDLSLDQFRPQYDGKSPVLLSKLVETWPARTKWTIQQLVLD
YGEVTFRISQRSPQKIIMTLKDYVSYMELQHDEDPLYIFDDKFGESTPALLEDYSVPHLFQDDLFDVLDYDQRPAFRWLI
IGPERSGASWHVDPGLTSAWNTLLCGRKRWALYPPGRVPGGVTVHVSDEDGDVDIETPTSLQWWLDIYPHLAEHEKPLEC
TQLPGETIFVPSGWWHCVLNLETTVAVTQNFVNQSNFEHVCLDMAPGHCHKGVCRAGLLAVPGKSIRDIENHPPGTVSKW
NHTDMTRTEKRLKGSGPVRASNSVDQCSSFEFSDVHESLDNQIFSYNVDFLSQFLEKEKDHYTSVWSPTNPIGQREAREW
LRRLWVLKPELRELIWKGACLAINVDKWYACLEEISACHSLPPPSEDEKLPVGTGSNPVFIVSDNVIKIYAEGGLGYSAH
GLGTELEFYDLLQKVGSPLINHIPEIIASGFLVYEDGSYRTVPWDGKGMPDVLAKYYPLELSYANGCFPLGLWSKQQFGM
DSSPDASNKPIWPYMVTRKCKGDIFARVRDTLSKTDLLNLASSLGVQMRNIHLLPLPLPHVELLPQSGDSNVKANDPPEW
KHVISTLDGRKKNIKKHLANWGGSIPTVLIEKAEEYLPPDMGSLIKFVKILWTTTFLLRGLQKWVHSLMAKALGTQSWRD
*                                                                               
>Bdis_1g61370                                                                   



MHALGDLHTDVLVAILVRLPARSIARCRGVCRAWRSAISDPSFDIANAQRPATIAKVTTDLGFDVSTVRMTVPCGLVRCH
VEQYVLWNPLTMACATVSAPAPAGNCGEIIGAYAHPETRRFHLLHASDETWNPHGHGTYFPGTHLMAPTTFRILRSSAPR
FFVKRCRRGMFKLQSGCVHGGSAGRRSSDVGVPVLPLLTVAPAAGRDRRPWRRSQMLDPICVLSFCVRANTGSTHTLPNG
ILMVDGVREGEEILVQNYLSKPNRIDAYSLERKEWRMVNPPVWPLALQRQVPLFDRLYETFEYRIYVCLQLTQWHSQNFD
TKFFLS*                                                                         
>Bdis_1g61990                                                                   
MASSSSSRRWRRALEEPPQGPTPPGVEDKGWADLPRDVLLTVLHMLGQADILTGPGQVCGPWRRAARGEPELWRRVELRF
PAGLSSRVDLCKVARDAVRLSSGQCEAFLAQGAADCSVLSQLVESA*                                 
>Bdis_1g62100                                                                   
MKNKGSRRRPNKAAAPRKGEAASDGAGGDRLSKLPDDILLNILERVDTLDALRTCILSKRMLKLPTMLSRFDIDVGNLAR
HHDAASYGYTLNHVIQYNNAVAGVAEKILSARNLEIPIRKLRLRFYVGRDGCLSISKAFACTMATQRVDNAEFVLLTEKS
CLKCTHDNLLYYAQQFNNCLGDYPAAFAGLTHLWLRNMRFGELDIPNVLSTCKRLVSLRLSNCDAGVRSVLHIEHAQLVE
LCIEEGKFEAVQLNGLPKLQHVNFVGWCCPDPLTFRSVPQLRKLRLEQIGISSTKNLQLSQFLANVPWISDLHLDFRSEK
IWVLPESPKLLAPVLGKLQIVNLDNLPEGCDMAWTMFILEAAPSLRELCITVWDDWCKIVTDKEFRRKNGYCEKANVEWQ
PSDFDLKHKNLVKLTIHGFQPDVIFVRYVRRILEVAVNMGDISLHDRKVCERCMDLDPEIKVCPSRYPRTTEEKDMLKVE
ITKELGMASHAVIHFRS*                                                              
>Bdis_1g62390                                                                   
MSFRSLIQEMRDEFGSMSISRHGLRSSRSHRGAGHTPRASAVGPAEALQQSCWTRLPPELLREVLVKIEDSEGCWPSRRD
VVSCAGVCRTWRGIMKEVVRVPEASGKLTFPISLKQPGPKDGTLRCFIRRNRTTQTYSLYIGLTEALADDGKFLLAARKC
RKATYTDYLISLDMGDMSKGSSTYIGKLRSNFLGTKFTVYDAHPPYDGAVVSKSRSARVIGLNRVSPRVPAGNYPVSHIS
YELNVLGSRGPRRMNCVMNSIPASAVEEGGKAPTQTEFPRSNLDSFPSIPFFRSKSARIDSTASQLPTQMEEKLVLKNKS
PRWHEQLQCWCLNFRGRVTVASVKNFQLVASDDNGPANQEHDKVILQFGKIGKDLFTMDYRYPISAFQSFAICLSSFDTK
IACE*                                                                           
>Bdis_1g62450                                                                   
MEKKSCRPPPASFLTDDLVVEILSRLPYRSLCRFKCVSTSWLALCSDPALRKKSPQTLSGFFYHSVRKRDPFEPSDHRCH
FTNLSGRGRPMVDPSLSFLPSCARILFVDCCNGLLLCRCFKMPSLSRSYYVVCNPATEKWTVLPDTKAMQGFYTVRLGFD
PAVSSNFRVFLLVQSGVGNLDIPVTGVQIYSPETGEWTYRQSRWGDKSAVYTDTMSVLLDGVMHFTSTGSSVLTVDMEGK
TWGEILTPVSAFSSFLGRSKGYLYLGRIDHSKDPQLSIWMLKDYGSKQWILMHTVRTLELFEPRHLTFHWYNKMIAMHPD
HNLIFFTVGMQRNLVSYNMDSRIVHVICALGDYCVDTYLPYVPCFLEWLSDEC*                          
>Bdis_1g62460                                                                   
MEVGSRNKQPDAAASASSAAAFLTQDLIIEILSRVPYRSLCRFMCVSKSWRTLCSDPALRRKSPQTLSGFFYRSVYSFNY
PSLDERCHLTNLSGRGRPMVDPSLPFLPSGTRIESFVDCCNGLLLCRCSSSNMSSQRQSFYVVCNPATEKWTVLPDTEAM
DGCCILRLGFDPAASPHFRVFLLLRNPQGLQVISGVEIYSTETGIWTYRQSQWDHYSAVYANSKTVFFNGIMHFTAADSS
IITVDMEGKTWGKILTPLQSNSSFLGLSGGHLYLAHINHTAEPLLSVWILKDYGSEQWIPLHIGRIWKLFKPRHLTFQWY
NEVIAIHPAQNLIFCTAGWQKNLISYDMDRRVVHAICALGDNTTDPYLPYTPCFLEWPSDGLGSAKRMS*          
>Bdis_1g62507                                                                   
MSTPVPMDRASERLWRERGQDPRDLEALVGRILSYIHTVLPRPPSSAHGPALLAALLPHDDLDRLSLLPDELLCNVVSRL
PVADAARTGALSRSWRGVWRSAPLVLIDSHLLRSGGAQDDPGLQVARADARRVTSAVSRILASHPGPFRCVHLTTSYMEE
FRGLLARWLQLLAVKGVQELVLANRPWPLDLDLPAAFFGMPTLTRLYLALWKFPETAGLPRAAGFPNLRELGLCTVVLEA
RHMDFILARSPVLQILCLQGNLLMDRLTLRSHSLRCVQMISASDLEIGLEDAPQLERLIIWSAMGSIREGITGSCKRITI
GHVPILSIIGYLEPELHTLVVGNTIIKAGTKAIPTTMVPTVKILGFKVRFGVRKEAKLLPCLLGCFPNVERLHIESKKTS
EPTGKLSVKFWEGSGAIECVQSHINLLIFRNFRGERSELSFLKFFLERAHKLKRLVIVFGKGTFTSMSEAKSKVKPLYDA
KWASKCCSLLLFECFFAEGQGAELENFERGSNFSVRDPFAVIVRA*                                  
>Bdis_1g62530                                                                   
MPHPSNPSASHARRRSRSTFIAASAPASPQFRPLVSERSWSSGTETEIKECCRVFLKQTKHHHYCQCYVILGVEDGSYSV
DDKGNVIPCHKCWHLSKAKPHCQLLPASPSLLPDDVLIEIFLRLPAHPACLMRTSLVCKQWRCLIQDRQFVRCFHTLHQK
LPVLGFFSNSTQIPRFLPTGDPPNCVATEAFSLPDPCWRILGCRHSLVLLVSSGWTKLQVWNPMTGNRQHVPVNPDANSR
FGGVPQSNAAVLCAAGHNNGHGACRSCPFTIVWVYTCTGFAYVSIYSSEKGSWQIVVCSPTPSEVDSRPSVLVGNILYWP
LKSKYILAFELGTYNHLAVRPPARILGLVEDDDSVFIWTKIGVFAVQLKSMQCKKVLEADVSATLFPYTGFYTTGADLLT
DISMVCLHFFVLFSVS*                                                               
>Bdis_1g63950                                                                   
MQSRHRVFAEDLLLPELEEGEDHFDSVPDSLVLLIFNKLADARSLGRCSAVSRRFNALVPLVDDACLRIDRVITDGGAEG
GDALGVPRQQRGGVLSHLLKAVFQAVLKPFGHCDGKHAAGGIGNGKHAPPPHHSPAQVLKNFSSIRNLRMELPVSDVGTD
DGVLLKWKAVFGSTLQTCVILGGTKLDRHAHAHAHPPADHDDDTNNNNSNGSIPESFYTNGGLKLRVVWTISSLIAAATR
HYLLREIVKEHPTLERVELTDAHGQGMLCMERAQLKEFTDKPLAAAAAANRTQVPACNMKLRYAPMLELSDGTRIQGATL
VVIKPVGETGGIGGGGRKELDEFVADAFDGPYREAVWALSKRRTYLLEMNGF*                           
>Bdis_1g65345                                                                   
MDPTEALPDDALANILCRLPPCDLAASRCVRKAWHALVDARRLFLPHLLCRTLCTDSSSTTSTTGTHASSLAPRRHGPSS
TAISTFLPDYSSSLRPIVDHCNGLLLCHDWREFYVVNPAMRRWEELPREDRNGDAYLVFDPAVSLHYEVFFIPHLPDKPK
KLDILQAQDTEENHCHDATEYRLPLKFNSVLKTNQGRRRFPKRRFH                                  
>Bdis_1g68607                                                                   
MDALPDGVVQSILSQLSNARDVAACAGVSRGWRDCVPFLPSLYFQRSAFDAAPGPGGACAAADDAIGRMVEAAERLEELI



IYCPFSAALLPRWLAMRSASLRRLELRVDSAAAGDSGAGSGLLDCIGVIPNLQELRLWGLTMTRAPAWGNLERLRVLEIV
GASLVDLAVCAAVAACPNLTDLALLGCECSGSVIFAPPLLERCRLDFVGNGSCTLALAAPRVESLEVQGFNWISLQGGDR
LKRLTIAKNSGTLYTVAVERLPVLEELSLRGVQWSWGAVSAVLQCAIGVKHLVMKVEFCGEFDTLQPFPEVDLVEFFNSH
PKLRKFEIHGAMFAALCQKNSLKNLDSRFSMSYLEEVLITVRSPLNAEQKLITLESLVRYSPRLRKMVIRISQMKNCNEA
ADDFFEEICKFAHKNYGRVRIE*                                                         
>Bdis_1g69200                                                                   
MKLRLRSMDARGGVAETHRVQLPDTATLSDVKAFLAAKLSDAQPVPAESVRLSLNRSEELLSPDPSATLVALGLASGDLL
HFTLSPLRSHPPPPQALPRNPSPDAIAISGIVACSTSPGEAGRTSSASLPQTIHIEPASSSPPSTLRLEPTLPVVSDSPD
VVMAEAVDAAKSSPSFVIGLLKREMEAENAGSTEATVIHRFIIALHAALVDAGFLAANPPGCSLGFLKDWASGALPTLTV
KYTLPEIVSVLPVAEEGKIVVLNYSLMPNFVMIYGCVPGAQSEVHRLCLELPKLAPLLYLDSNDVGEVEEKEILDLWRVL
KDEMCLPLMVSLCRLNGLPLPPCLMALPGDLKAKILEFVPGVDLARVECTCKELGDLAADDNLWKTKCELEFKACGENSR
LSKNWKQKFVAAWTVKVAASKRLQKRPSPRFWSYGWGSNPHGPLNFPVIGGDSDRLPFSVNHNFLGRSFGNQRRNISPSC
NFGGGRQGFP*                                                                     
>Bdis_1g70316                                                                   
MSMAALPDDLVEQILFRLPSDDPWCFARASVVCTLWHRLISHPAFLLRRLSALPSATPMLLGFLLDEDGESVDEDTLAFF
PTSAFSLPVPDRRSWSPRDCRHGRVLFCSRSQDARGEFLVWEPVTGMERLVPVPAAYEHRYSNSAVVCAADGCDHRDCHG
GPFRVVVLFSEQTEDDEMITWACVYSSETDAWGELTSVHGICSYTAKSSVLVRRSTLYFSTNCRYILEYDLSTHSLTRID
SPPAHRSSHHEDEVSYQIMALMVAEDGGLGIAKPDDWVLYLWSRDVSDAGDAEWVCYREIDLNPDSLLPHPALWQWEVPI
MMGFAEEAITIFMSTTAGIFVIDLQSGRVKQVCDHEFSFDILVPIVSLGHTLPAPLREYHYPPSPNSSEEEEEEDDDDDG
GGSDDDEDEEVAEEEPERAYELFVKGCKAIEQRDFVNAVDCLSHALAIRLELFT                          
>Bdis_1g71460                                                                   
MGSRQDREKGGDEAEAVAPEPEEKRVQLAGAAYNINDNADILSEILSRLDGRSLAAAAGVCRLWAAVSRRDAVWEALCLR
HVGPTARSGLGATRAVVGALGGYRRLYRLCLGPALDRLGLAAHAQARARLSLSLSLSLFSIDCYERLGGAGAGAGAGRPP
PPPSSLLFLCKPVDVS*                                                               
>Bdis_1g73860                                                                   
MADTARVVPTTSQPPPLLLVPPPLPGAAHIAEVESVSCYCRVDGGLKSVVNARKLVSGAKLCMQPDVKPNKRKSRSSRKE
RCRTQAPLLPGLPDDLAISCLMRVPRVEHPNLRLVCKRWSRLLSGNYYYSLRKKFGMAEEWVYVFKRDRDQKMSWHAFDP
VHQLWKSLPPVPPEYSEATGFGCAVLSGCYLYLFGGKDPVRGSMRRVVFYNARTNKWHRAPDMLRKRHCFGSCVINNCLY
VAGGECEGIHRTLRSAEVYNPNRNRWACITEMSTGMVPLVSVVYDGKWFLKGVDSHQQVVSEVYLPTFNMWSSTGTEMVA
GWRNPSISFNGRLYSVDCRDGCKLRVYDGDTGLWTRVIDSRRHLSSSRASEAAALVSLNGKLCIIRNNMSITLVDVSDPT
TVIEIDSARMFESFVRRGQHRSFIANLWSTIAGRQWKAHIIQAQVLQV*                               
>Bdis_1g74250                                                                   
MGKRWVTEMSPEEACTFKLRRLNGRPKTPLHDLPEDVIQNIISRLTLKEATRISTLSSEWKQIWRYHPDLIFSLVKLFDG
KDKGDQEFVNCVNYILKHHYCTAVHNFKVNYGLSEEHGDDLDGWLSYALLSKARNVVLDLRPAPKCPNDVYNFPLHLFDD
QNSSSVQSLRLALVCLRPIPNFGGFANLRSLKLHRVYVSKGLHRMLSHCTVLECLSLTDCFITSFTMSEPLDHLQYVCIQ
NCSLQSMELHAPNLTVFEYSEQEIPVVLDKSHKLTKANIEVLSDSDDLDYAFSHLVSAMPNVEEISLRLHIETEARWFMT
NNPCDFVCLRHLHMEVLVDGNPGCSSGILRLASLLELTPVLEVFNLHVLFNSNLRCGGYPRKTSGRKLSHLERVYMSGFA
DVRGQLELARYILEHATALERMVIDPGVKKTHFGSCRAVWVRQQLEDLLAGNMFFGQFPEVLTVFRTPSSMHR*      
>Bdis_1g74505                                                                   
MPVARPHPQTRRQRRRRVKGRTVHVDVFNYYLDYLLPPAAQEAVPDWTELPLDVTLRILRCLDPAELLGRAARVCRFWRQ
ATRDEPELWRRIDTRACSRDLPLDGFAREAVRRSAGRGEGCPHLESLDIRSCGNITMDDALQAKCARIKIKTLRMHRSKG
TVPDLEDLQSGSSISVCSTCMMSEYFWKLRREERELEREKNGIADSDDHYDPYYYYLSVLDDAHLEEHGRVLGKSMRSCI
TGRWHRNESTGDLQLFSAIN                                                            
>Bdis_1g77490                                                                   
MDTNDAIANGICFPYDVLLDILRRVPGRALATSRLVCRSWRGIVDAHGLVLPHVFPREFPGIFAAYHGYEPKSALFGPPA
SRDKTPCEAGEPTCRGRRPLFWNDWCRVQQHCNGLFLVRPSYICSVLNVYVCNPATLRYARLPLPRPPPVPGTCGTGIEG
VFLAFDPAVSRHHEVFYFPTQKMPGTHVEIAPKEPSWIDLEQPFLPNLFREEEPCEEKQLSQQQQHALYVKEPWEIDLEQ
MLLPYLSEDYLCEEEQPTGERQQESHTEEPAGSTSQSNVQEAKVLEKEVLHLSVFSSRNGEWESREFMPGRCTSRYMYDV
VTTPRVNEARRWWSAEYWRGSLYVQCHSGVLMILHCSEGTYNMVQLPGHPYDDEDLPRYELPKRYVLGSCERGICYVVLD
KFHLEVWELTELADDQLGWTLAHEANLEAHYPMVNYLSQEPMLQPSTRWEVVESDKDLISLFKVENINKSNDVDGTEEDT
EELDEEDDYEEIHAEEDEEQNNADDTQSEVEEEIDSNEEDEQLPSGMGSEYSWNSDEHNFIDFDKINVTGDEYSWGWEIR
IVGFHPYKDVLLLKFMDAVVAYHHQTLRMQYLGDIYPRRHCQQARDVHDAFPYRPCYVDALPARKASESS*         
>Bdis_1g77497                                                                   
MASRRTLPCSARQGTGAAQSFGTIATAMPEQVKIEPEVPSWMDSEYPFPLPGLFGEEEPPSVDIEPEEPSLSEEVQPTGE
QQHESHAEEPAGPAAEVPEKEALLVSVEWESREFMPGRCTSRHLYDVVTAPRGEEAQGRWSAEYRRGSLYVQCHGGVLMI
LHCSGGTYDMVQLPGRPDDDEDLPCSPSRLASGLMDANDGICFPYDVLLDILRRVPGRALAASRLVCRSWRGMIDAHGLV
LPHVFPREFPGIFATYYGFYPRSALFAPPARELRRRRRQFFWDDWHRVKQHCNGLFLLENRRWRGPEDWDSYVCNPATLR
SARLPRPPTMPSTCGVEGMFLAFDPAVSRHHEVFYFPTQNIVQHELGSTRVRIEPEEPGMEHPFSPSLFEEDEPSEDDQE
SQRQEKPLLYVKEPWEVDLEQMLLPCLSEDEEEEHESAGSTSQSNMLAAEAPETEVLHAFVFSSRNGE            
>Bdis_1g77590                                                                   
MVKRKGSGLQLASLPTDILCKILSQLPIKEAVRTSILSAQWRYAWCCHSNLDFSFRFEQESTEGVESVLQQHSGLVDNIQ
FVGPFGDEQREQIERWVNFATASKAKQLILDFSPARPKKLEPCGLDLQLLDESNSLHLRAIKLCRVSLKMPLVFKGFQKL



RWIYLADMDITDEGLKSLISNSTVLEFLGIAGITGLRTLQISSDTLQHLQVYDCHRLGEMELNILGLVKLEYRGPRVLLS
PPGTLLTTNIRMELVDACSLECIFIDLGNNVPDLETLTVKCTEWKRPELPRNLHSFVHLKHLSMELNIAGNIWNRKTDIL
DFAVLLVAAPFLEKLGFHMFVGCEHQRYSTEEGNVRSPPYSEPHIHLRTVEITGFYGQKDQLGLALHILENSVVLEEMEI
NPSPAVLAADRPWLMGVPAYVMDGCQVALQFLRGRDHRNVVRVVTSSD*                               
>Bdis_2g00445                                                                   
MAAAAAELHDELLLDIFSRLPDPIDLLRCAATCARWFRLILDLHPYAAGNANLGLQLHRSSSVLGAFYHNNDKLSLPPKF
VRLHAPTRPAGSCFFPSSEDGILSSYSAKPLASRRGLPLSRLLPTPQDQRKLHLAVSHPLLGGRARVLPPPPFDLDPELH
RELTGYALLLTDAGSFRVLITAVVFSSGDHHQLVHRA                                           
>Bdis_2g00760                                                                   
MATGGAWGASECDAMASTARVRRNRRDGAAAGGGPVLPEELILWDILVRVPAKELLRCRAVCRSWRRHTSDGAFLLAHHL
RQPSLPLVSSNAGDPARPRASVYAFDLRRSPAVRLPVLGFTGHNAIRGFSIHASCDGLLILSLADSSRFFICNPATRQWR
ALPELAGSDAASLYPHRGEYRVLYWKLADNKRNFVYSILTLSSSSQEHRCIGQPVVVSPAMKNVDLLLVHALEHTPVLLH
DCLHWYIGFQGIVLLVFDTVLESFRVMRSPLANLSAASLLEMRDGTLGIGYVHPATMTARVWVLQDYKTEEWSLKYRIKL
PMAEMRRHVTEHWSFSADIVSGNGDVLVDGRDPVHLFHCDSKGKLLEKWPGVTLGIFRICFRESLVRHAFFQRNDDSRAK
VPCFFRGL*                                                                       
>Bdis_2g01157                                                                   
MSEEGGEPTRRRRRSRSPPAAADSLPDDDDLLREILLRLPPQPSSLPRASAVCKRWQRLATDPKFLRCFIAHHRKPPLLG
YFKYVVTGLVFTPVLDPPDRIPPARLHCIIPDTDGAPRDKQFLGCRHGRVLVMDRVRKEVLICDPITGGKHCVTAPPEFT
RNSVYGEVVCAAADRGHVHGSCHSSPFKVVLMSLTEDHNWSIARVYSSETGIWGNLITTAVPSDIYGASITGTLVGNALY
WLLLMTDDILEFDLGGQEISVLRILEFDLDLQSLAVIMGPPSTYDFLSYTRQIIRAEDGALGLVIFSYPSIQVWHREVDC
HGVATWLLYKTIRKHKILGLPQIERGRTAMQCMLGYSEDTNAIFIIIDFTVYMVQLKSMQSKRLHEIDFRDIANYYPFTS
FYTPVIFLKLYLLATDLQLSSLIQFFSLEILLIA                                              
>Bdis_2g01185                                                                   
MARSLPAAVVSLPDEDDLLREILLRLPPQPSSLPRASAVCKRWRAVATDPKFLECFRSRHREPPLLGYYEWTDEGIIFSS
VLDPPDRIHPQRFGLGDNSRNGMLGCRHGRVLVREFPRNKIWVLDPVTGELCGLDAPREFNPVAFFVKGAVLCAAADRSH
VHGSCHSSPFKVVLVCIYGYWDPSRPIAFVYSSETGVWHNLPLAKAPSEQYHFANSGVVVGNVLYWSSMSTIGHMLSCST
PPAVLDTALVKIVEIDLDGQSLAVTKGPPSMKGSSSHQVIKAEDGDIGVAMLSYPNMEIWQRKVNCHGHATWLWHKTVDM
DTILAPPPQITGARTSKEILDYDEDNGVFFLCVDTYVYMVQLEAMQSRKLSEKLSYVQVFHPFKSFYTPGWSGRQSSATA
SPKSVSVHQDTAAAAAPCTALASTAAAADSSRSSTAAAAAASDSTGAAESGPSRGWWMRWTCWWMPPSTTSPTDN*    
>Bdis_2g01192                                                                   
MARCRGAASLPDDDDLLREILVRLPPQPSSLVRASAVCKRWRGLATDPKFLQCFRARHGKPPLLGVFRTLGELVFNPILG
PPDRISPDRFSLGSCRSRHHNGVLGCRHGRVLVKCFATKEVVVCEPISGEQRRVAVPSPFKCGFFNGAVVCAAGDQGHVH
GGCHSSPFKVVLVSMSREDNRPLACVYSSETGIWGNIISTAAECCLSDTGSPGTLVGNSLYWLPMRDGILEFGLDGESLS
VIEGPPVTDDFSDGSRQIIQAEDGNIGLVIFSYPSIQIWQRKVQERLLEFSSSISHCIKMMQILWIKQFYHACSEQDSIL
DVRYA                                                                           
>Bdis_2g01207                                                                   
MSEEGGEMARRGGALPDDDNLLREIFLRLPPQPSSLPRASAVCKRWRLLVTDPKFLQCFRARHGKPPLLGVFSYLDKPVF
SPILDPPDRISPERFSLSSCSCALRNRNHVLGCRHGRVLLRCPMLNEFVVCDPISSEERRVAAPPEFEGLVLNGAVVCAA
GDEGHVHGDCHSSHFKVVLVSMHGYDHQYDDDQPVACVYSSETGMWGDLISTTESCQLYDPGSPATLVGNALYWLQFNSG
DPGILEFDLDVQSLSLITEPDIGNDFYYGSRQIIQVEDGDIGLVIFYYHSIKIWHRKVNCHGVATWLVHKTVDMHSILGL
PPQLDEWDIGTIMGYAEDSDAIFICVDSNVYMVQLKSMQSKRLHDMVDHQLDIADNDWLTTILLQVFIHQ          
>Bdis_2g01245                                                                   
MTEEGGGTRRRGSSPAAPASLPDDEDLLREILLRLPPQPSSLVRASAVCKRWRRLATDPKFLNCFRAHHRKPLLLGYFGL
GEDDSIVFNPVLDPPDRIPPERFSLRSYSRRHRENYVLGCRHGLVLVKCRSRKEVAVCEPISGEQRHVAVPLELQTGSIS
LNGAVLCAASDHGHVHGGCHSSPFKVVLVSISLDNRPLACVYSSETGIWGNLISTAAPCMLDDSGFPSTLVGNALYWLDS
SNGILEFDLDGESLSVITGPPTIDDLPNDGIQIIQAEEGDVCLVIFYYPSIQIWQRKVNCHGVATWLLRKSVDMHNIIGL
HPQIEGWVGGYILGYVEDIDVIFICIDSNFYMVQLKSMQFKRLHRIEYIVYCYPFTSFYTPAIFLIGQCRIKCQILGCA 
>Bdis_2g02915                                                                   
MESASSGVEKTTMATRTSDAVWAWRERLQQAEESARAASARARQRLSQSLSLASAMALATSSRHAAPPSSRRGGVQGGDG
HAGRGRALVLAAAGDAQALDEPPCGVVGDEVLEPQRPTGDRARGAAAIQPGLVALPVIRDPRRRRQGFLIISSELEHSNC
AGTSCPQGVRLTVPAAGHAHVAGAHPMLVDVMDLKCWIMYKKAVWFDVLTSFDWEKEESVQQGPASRGGHGGGKGQRGRW
GDEFAGRLAGAKFVAGVAAFRPGDVGLYGITGVMEQWWRGHWSGESLAPAMSVPATTSFSDVVFLLEDVVMHPYCNLSLA
FEKINVLREMSMNKRGVSEQSVGLLTRPDATMLGPILLVIHFPSSHAHSASPIHMSEEGGGTKRRRGSSPAAPASLPDDY
DLLREILLRLPPQPSSLPRASVVCKLWRAVTTDPKFLQCFRAHHRKPPLLGYFGAAFGDKVEIVFRPTLDHPDRIPPERF
SLRGCSRRENYVLGCRHGRVLVDCPAQKEVVVCEPISGGQRRVAVPPEFKNGFHDGAVLCAAGDQGHVHGGCHSCPFKVV
LLCMPEEDNRALACVYSSETGIMQALCSL                                                   
>Bdis_2g02963                                                                   
MATAMETEINMLSDDLVRLILMQVDVATLFRCAATCNLWRRLIAEPSFLRRYPWPPPLAGFFAQQRHQLLPGFNNVSCCS
GLLTFLPSFGSSSSPRVLGSGLLLLRLGGPNEQVVRLAVCDILAGACHVLPGLDCHGRTGFSFFEPSGCAIVPDDPANAA
FRVLMIGMDKHELQFNLHVFSFSGGGAERSSSWSAPIKCLDMIEHKVCLLEHESAVVCNGTAHWLFGGWRDEDGYFFHVL
GVDPAADDRDGRPRVTLTKLVRPNKQEEGRGTEVRLYDADHLITTAAARAPSSGTKTALSRCLSLCVYRHEGHKLEIWTP
GDDAAAADVWVRTRVVELEQMVRRLGRPTCVHLGEKSGMLLAVHDRRGRRMYIADLETEAMEEEVTEHFAGFSRFVPMEI



DWPAFFASRLGGRF                                                                  
>Bdis_2g03520                                                                   
MSTVSLPYHVVFDILLRTPVKSVCRSRCVSKAWRDLIRSPVFAAAHKSRHGPLLVDAGSFHEEEPAGGRDLRLMDMDGSV
VRVIRGAGGFGMMSNTSLDDLICVNGASCDGINVVDPATGEVLLTCPQVDIVEEHDKFPRVAMRYYVNFGIGRAVPSNQY
KLVRLVAMLF*                                                                     
>Bdis_2g03552                                                                   
MSTVSLPYHVVFDILLRTPVKSVCRFRCVSKAWRDLIRSPVFAAAHKSRHGPLLVDAGSFHEEEPAGGRDLRLMDMDGSV
VRVIRGAGGFGMMSNTSLDDLICVNGASCDGINVVDPATGEVLLTCPQVDIVEEHDKFPYVAMRYYVNFGIGRAVPSNQY
KLVRLVADKTCEVFTLGDGGGGWRQAQPLPVHRRQPRSDPIRILPDQGSPIAVNGVMYFLSRDSCASLLCFDLEREQWKT
GIIQGPHKVVGLKKWAETAGIRITELNGALCMVQAACGTYSQPIECPVTNIWTLDNLGKQGDWIKAYTIPMAPNACRYMP
LRVMRGGGKLLLQCSFDQGRSLVLQIYDHHTDTCTNVTGAPADLAGRIGLCNFRLDHPVPAKNLLALLLDQACCYFSVTS
>Bdis_2g05330                                                                   
MSSKESRLMELSSVRLADWANLQTDLVGLIIKKLGIPDFVKFRAVCTSWNRVCREVSNHPRVDPWLMLPTDLLDGAKFFS
IPEKINQTIRIPSTATIFGSMWIPVGSSHGWLIFFSPTQGTIQLVNPISSAQIQLPPIGTRRFSKAILLDMSESNFTVAV
IYGNHKGYKVARKGSKSWSFVDSKHILVDVFKHRRQLYTIDIYGTVEVWAEPPRAWQDEDAPQVDPHVHHNLVHYPQQKF
NCLVETPAGDLVRVKRQSQNKFALWVLDKETLSFEKTTDIGEFGLFVSHYSSFCFPAKDHPNLKVNCIYFIDGYNNLCAF
NLEHGTKELVEALETAHANNQQAPHLHRHQPLQEPFLWFTPSLK*                                   
>Bdis_2g09407                                                                   
MAAGAADEEEDRLSGLPDDVLHSILARLPFKHAVRTSALSRRWPRLWLHALAASPVLDFTDPDFVRGHSRAQFVATVNRC
LSARGAAPLRALRVAFSPFGAFERDVVGWISAALGSGATEVDVDLRAQGRRRSGGIEADAEDDGGGTFRRTEVELRGDLF
CSPSSLSRLSLSRFSLRHVPPGAAGLAGLTSLSLSHVDVTDDALRDAVSGCPVLEFLSLRSCDLLSNVRIAGGRLRGLEV
VRCQVRQLQVAAPALESFAFHGDLMYLREDDSKPLEFIGSKGNNVTPPPSEATPELRDAYLSHVDFSGEDEVFDGFAYTE
FLNKVAHAKILTICSVALLHIEEERFFSMPTIDTPNLQELQVLMGSLGDDDDTRFPDFFELAAPPLLERLFIQLPADCDG
DSEEEDTDMVPGHEISLGRLTFIKVANFRGTRRELRLLRFLVGMAPALEQLVLVTPDPEAEQGGTTLRHDDQDKQQLLQI
VQEQLSEVRKARRDQAHVVVCRARDDGSRRPAHSKYYHHDRE*                                     
>Bdis_2g10870                                                                   
MLALVATFVFSCLLFLSKPCARDMRFFLASLCQELALSLLGFLAGYRLLGGVASTPAPTRAPADAMPLMPSFKRKRPVAK
VESAEATGDPSLLDLPELTIDCILARLPPAELRNMAAVCRSMRDRCRADHLWESHMSDKWGPVMGAAAREEWRSYLSSSS
AADGGGGAAGCGSGGGVKRRRWLAALSCVCPVVSWIRPRADGGAGKSAGPVLDDSVMSWYLHMESGKFWFPAQVYNREHG
HVGFMMSCYDAELSYDFHTDTFRARYPPHGRRTVVLEDGVQWDRVRAPPVDTLAHDLHVSDCLHELRPGDSIEIQWRRNK
EFPYGWWYGVVGHLESCDGNEHFCRCHLSDTIVLEFNQYTPGSRWRQSLVNRKDHREEGNEGDGFYGGIRKLHSKDEISK
WKQLWPIDILE*                                                                    
>Bdis_2g10900                                                                   
MPPPRRSRRRRLQRSAEAPRASGGNGWLSVRRGQFKRQDERHGDDGLPISDEALLLVFSGLSGSTVDLARCAASCRRWLR
LVSADAAFICREPPRSDRFIRRLALGFFLNNVSGGGAGSPSAPPRFVPMELGASSSLGQQLSLSTLVGDDGVLDSSRVVA
SRNGRLVLDLRRGKGVGGHVLRLCVCNPMTGDVDFLPPLRRKDSPGPYACTVLTAIDEPRGTDTTTTTTSSYRVLLVYNR
RSFTALRCYDSSEGGWGPEAQVTGARIGRKRLGMSRRSVQPPPVMRRGVVFWPGLDFDLLLSTLQPSAAKDDASKLPYAV
IAYSSARRRRGYRSNADRLVGLMPDGRLCVIEADSETIRAYYTSCPGYGAIGNCLSSSTKEWCWAIKVALIGPPEYGVHT
VKLRWFFENSGVVLFTARNGHTDPNTYVYKLDVETKQVVRVAGGDGESIGEIYGYEMDRVALLASLAR*           
>Bdis_2g12360                                                                   
MGDGRRRRRRRRRRRRQRKQNPQSKSAAEDKADAIPDELLCLVFLCLTSPVDLVRAASACRRWRRAIASDVFRVVCSQHG
APPSHVVGHYSVDEPLLTTRPPGRYPHFVPSSSTPWKEVVAPGFLELDFLPPTEYGESKWELADVRGGLLLLARFSATHD
LASPLGLVVCDPLARRYKTVPASAWFRGRCYFLGSFLLDGEDDAAGARISLSNFRATCVIYRDGIAKAYAFSSAGGGRWT
SSAHGSTVVFRNDYWTAPALAIFAGSTAGCAYWTVVNRDVALALDKEAGELSSCVLPEALRGKPPSQDYAYELPWPPTIR
ACL*                                                                            
>Bdis_2g13500                                                                   
MEPPTPTTDVPLWLSPLPADIILEILCRIGDAVAVVRCAATCKAWRSLILDPSFLSHLRRRRVGRFDPSPLLGFFFRDTS
QKLSRRRLYLRRPTRFLLVGPSQSQPPALLHLSHFLPSAACLNWFAPVASGAGGLLALQRAPANSDDDVRICVCDPVAGT
STFLPPLSPPILFPHNIVFLEADGSSFRLLAVVDSQLGLLLRAFSSQTGEWGRTVTAQLPDNMVVLFNSPAVVHHGAIHW
ICGTRALPNAVHALAVRPSQTEASVCRIDLPLRAGIHRLKLASMAVRLASSPQGCLSLILLDEPVISIWNFEENGAGGKS
WVLHKTVYLMSVLPSAIFDPSVEWRLSVQALCEKSGSLFLHAAGEGLFVLNLHTEVITKVCKDHSIKYLCPYVADLSSCL
STMKKF*                                                                         
>Bdis_2g13540                                                                   
MASSAVACPWDALPEHLQERIVSLLPLTALLPVAAVSRALRRLLRSPAFHALLSPHRLDAFFLLSPRHAFHLLTRRLLPL
AASRPLDSSSPPPPLVSSASPSLVVTAASLQRLPTLPDRSYLIAVIVPRSSSTSHSQEYTLVAVSTGAAVRSYTLDSADP
SPRWEPRGELPRPFALLGNAAIACDHSLLYVLGRGPDALLSFDLVTGQWMVPPVVMPHGLTTAHLFVFEGRLFLVGGVEA
FGVLQRVVVWQLDNDEAAGWMEVGTIPAEVFDELVAGRHGSFWHFQAAERMGIVCLYNAVDGRLVMFDVVDCAWTKLPRV
SGLDAEESRQWFGHVLEPGIELLLGQRWPCL*                                                
>Bdis_2g15400                                                                   
MERAQRCSAASLTEDLIVEILSRVPVKPLCRFKCVSKAWENLISHPEHRKKLPQTLAGFLYTSLSGLLPALAFTNASPQE
ERYPIFPSNFSFLPEFQDIRIMDCCNGLLLCRLWESTDDFHYVLCNPATEKFTTVPPSGNADNLYAARLGFDPAVSSSRF
HVFELVEYEEDDPVITGVRVYSSETREWVHKEVEWSDDALLESRLSRTVFLNGSLHILTDQPAVLTVDTELKTWRKIHLS



LLQDQDGFIQQSQGRLHYVNFREFDSVTRLAVYILEDYGGDDWVLKHSVEASRIFGTTDLQLVDWVAMHPECNLLFFSVG
WDGTLMSYDMDRQQVRVIRNLGHDSLPPYLPCVPFYSELPALENET*                                 
>Bdis_2g15990                                                                   
MELASRADDMLPSLPMDVISEILSRTPVKSACRFRCVSKAWHALISDPAFLATHREPSHLIVANSTSDAAYGSIDWCCRD
LRLMDLNGNIVRVMKRAGTFLMTGSGAVDGPTCITTNGSVVSLIDLATGNVRATSLAQEEGRRGYEDFIFGVGCAVPSGK
YKDGFPCNTAHLQCPHVGGCRRRVETGTIVSSPSLFGLSPKECFTHLWLLDDSVESTWVKTYTIPMAPTTRAEVPLRMMR
DSGKLLVYCAPSPYSSTAIPMLQVYDPLTGSRTHLVTFRDQGREDAVGICLIDLKYVVSPVVEHEEFNRSLI*       
>Bdis_2g16250                                                                   
MDSQEVFSAASLPDDLVVEILSRLPLKTFCRFKCVCKAWLAFSSNPHYNQKLPKFPTGFFHGGKGGSAIQLVSLYPNDVE
IDGALKFLPHYKHLEFADCCNGLVLCKYRYTSSNICRFVVCNPATQEWRMLPDTYREPYPYDYQYTAFLAFDPSWSAQFY
VLCFKKKSDVGGRFGNVISELWVFSSGLSRWLMDEGWNSAIDLPMDKQYFFIGGKFYLKTPSHDVLVFEGLEAISFGIPP
CYFTIKLPHDVWCFEDGCFGQSMGFLQCAFPEKGDCAIAVHSLDAYSHGWSPKHRISMKDALGRDDFLCSDDGNLPWPRD
YKIVSLDLERGVIFLVNSGTNKLISYNINTGKRSEIHDDFECHYFGARYANQYYVASYSKLPLLSRAMYVM*        
>Bdis_2g16380                                                                   
MDSQEVFSAASLTDDLVVEILSRVPLKSFCRFKCVCKAWLAFSSNTHYQQKLPKFPTGFFNGGKGGSAIQLVSLSPNDEQ
IDGSLTFLPHYKHLEFVDSCNGLVLCKYRSTYTSSDICRFVVCNPATREWMTLPDTYHETYLYEFQYTTILAFDPSWSPQ
FSVLFFKKKFGVGGRFGISKLLVFSSGLSTWLVDKGWNSTIALPMDKQYFFIGGKLHLKTVNNDILVLEGFDAMRFGIPP
HYFSIELPHDVWCFEDGCFGQSRGFLQCAFPEKGDLAIAVYSLDTYHPNGWSLKHRFSMQDAFGRDDFLHSDDGSLQWPC
NYHVVSLDLERGVIFLVDSATKKLLSYNIKTGKHSEIHDDYDCHYFGARYANQYYVASYSKLPG*               
>Bdis_2g17100                                                                   
MTDDLCRGTHIERDHGACVTTKQELGHDLRLHDTEATVVMLASLQQYEERAVPVLVSVASEWWRLSRERSTILAILITAD
IEGNMTHGSKRKSIIQSYVESARMTAEVFPNNNKRKKAVVSVCSLLLPDDLILEVLLRLPVKSILRFRAVCRSWAALFSS
KDFLSLYMATSKPVPAPPKLLVVSPTARLDSTAVYSCSPSCPRYDLLFNFDCVGHDSVEVVMPKPCCGLNLLHDADLPAF
FVFNAATRAVQRLPPYSFRGRQSSAGLGFDARTREYKVVRLILGYFPDNDSTKCEVYTPGADCWRPAAGGLPFSWTQFAA
SAVTHSEMNKIPPVFANGFLHWLINPCLTVRRPRAAVITFSVAEETFGCVRSPPFWTSEVHLLSWSQSEGEHLVEMENQL
CIVRDLRNRIPLRSTLEIWRLLDYSSGDWSLMHRIDLFGHVERILREPQVVRVIGSVGNCGSGKKIIIATSEHKVYDKFQ
KKLYTYDHIHQVLETIISTTETYNMNNSFLPGSRFSLFEESLVPVHKTIEDRATSSTLAKVTKGTTAPN*          
>Bdis_2g17110                                                                   
MPDAKPSTEGTPRLKDQMNPDRSNIGGGRRMTAAVSSSAALLPEEMLTEVLLRFPVKSILRFRAVCRSWAAIFSSEEFHL
LHTAMAKTAPSAATPKLFLVSPTESDSTAVYSCSPSNPQNDLLFTLANAPANSMEVVNPVPCHGLTLLQHDFLPAYYLCN
AATREVTCLPPSFDASYSSTGLGLDARTRNYKVVRLINGMPHDKETINCEVYTGNGEDRWRPAATGVPFGLRRIACAAVM
DAAVYKLRPVFANGSLHWLIRPSPFISKPRASVISFSVTEETFGFARPPPFWASEVHKPFWTGPLPSVDRLVEMDNQLCI
V*                                                                              
>Bdis_2g18580                                                                   
MEERATVRRRRRRPSRWSSEEKIPKELLVDSAEAAAAAGLLTDDLIVEILSRLPARSVHRFKCVCKLWRDLIAYPAHRKR
LPQTLAGFLYSTHTGVYGHHLAAVSSTVVDFVDPSLSFLRPMNYTKIRLRDTCNGLLLCVCYYNMEKRLVVCNPATQRWT
ELPPAPQPQPGTYNWDQRLAFDPAVSPSHFHVLDFVDTTNKYHHTGVNIYSSRTGAWIHRDTELLDKVVLADGSVFVGGV
LHLPGKLREDRPCQSRHSIGYSYQENFVLVVVDMEWKAWKIVRTPAYGFSFGAIGWSQGRLHYATPSETPITVSNDDDEV
ILREIAVWCLEDYGSKKWALKHIVRIDKPIEMEYSVVGFHPDCDTIFFVTTTRAAYHSDSWDASSLASWDMWRLQFRTVL
DLEKRSSVTYLPYVPMFSESTLPDGEVQ*                                                   
>Bdis_2g19240                                                                   
MPVRRRMPHQRLVERRQENGIVKRYKEMGIAAALSRPWDYPTACRELAELLRHGYAGLPKAAKALVASDVLTAFRLLPDV
HTGYALPAANGLLQAVEVSLPKQKKSQAISEFKCSVVAHKRRARVQQEPGPPHIPHDVLVHIFSFLDMRSLVAAGLVCWS
WNSSANDNQLWKMNYSIFFSICDVSSNSIPVSSGVQNSDGLLVQNSTDPVSGDSSLNWKEVFHNKRAEYILWSSASNKAV
CRQCQAIIWLSNLTCAAPHQCPNKNEKDGVKLTPLLPSTVTGYILNSHGRLSSSSDSDDTDSDSEDNTSRRFWSCHLD*M
PVRRRMPHQRLVERRQENGIVKRYKEMGIAAALSRPWDYPTACRELAELLRHGYAGLPKAAKALVASDVLTAFRLLPDVH
TGYALPAANGLLQAVEVSLPKQKKSQAISEFKCSVVAHKRRARVQQEPGPPHIPHDVLVHIFSFLDMRSLVAAGLVCCTD
PVSGDSSLNWKEVFHNKRAEYILWSSASNKAVCRQCQAIIWLSNLTCAAPHQCPNKNEKDGVKLTPLLPSTVTGYILNSH
GRLSSSSDSDDTDSDSEDNTSRRFWSCHLD*                                                 
>Bdis_2g19960                                                                   
MALWRRSYSSWLSCSSCSRSPAGAVVGGNEAKVSPEIAPEEDAGRQEEVDEERWSRLLPELLTEIVRRVDARADRWPPRR
DVVACACVCRRWRDAAVSVVRPPLECGRITFPSSLKQPGPRDAPMHCFIRRNKNNSTFYLYLSLTQALTDKGKFLLAARR
FRHGAHTEYIISYDSDDLYPGSNSGVGKMRSDFLGTKFIIYDSQQPYDGAKLLKSRSSRRFASKQISPHVSGGSFEVGQV
TYKFNFLKSRGPRRMQCNIQCPVDQAAASDPSKEKPQSTSSSLSLRNKAPRWHEHLQCWCLNFHGRVTVASVKNFQLVAP
AGTSNPWGVGDEETVILQFGKIEDDAFTMDFRYPLSAFQAFAICLTSFGTKLACE*                        
>Bdis_2g20270                                                                   
MAEEAAAGSRRWRSCDPGGEEHRLSAAAGEDRFDGLPDPLLLVIFNRIGDVKALGRCSLVSRRFHALVPLVDSVLVRVDC
VIPDDASSAGAAAAAGDFSLSAPSSPTASARARNVVSQIARMVIGGIVKPIQALGQILSHGNSDSDFPASSSSASRRFAS
LSPSSPPSGDVSHHSPSEVLRSFKELRRLRIELPACEHGMDDGVLLKWKADFGSTLGSCVILGAASASPSSAGKDGAGTA
AAAAAAADCGESDESGSIPESFYTNGGLKLRVVWTISSLIAASARHYLLQPIISDHKTLESLDLTDADGQGVLTMDKWQL
QELRVRPVSASDGSHRTLMPALSMRLWYAPHIELPGGTVLNGATLVAIKPSEDAMRDSVGSGAAGSAGGSWVSDAFEEPY
RTAVRMLLKRRMYSLEMNSF*                                                           



>Bdis_2g21240                                                                   
MSEGTREMRQLRGAAASNGTKSSGSGAAVAASDEWNGVGRCIGARIRGVNVGILDEQVLVLVFRALNWDPQALCATARVS
RRLRAVAERVLWRELCVSRAPRMVSALTTTTSAGARIGGGWPALAKLLLFCCGAERAAVVGHFAPVSRFSKTSGRSFLSR
RCGGDLLYVSDPCEHPVPGDADTDDVVGAYRGVFRGFMRSRTRARLVGGRAPLEPRVRCPYCGARVWSMTAAGLAPRSAC
QRLGAHEGRLEYFVCVSGHLHGSCWLARLSSSSSSEGEDEGKGKGKGRGRRGGSGVSDSDDDDAFAAAAAVDSDEDGGRM
EL*                                                                             
>Bdis_2g24110                                                                   
MSFRSIVRDVRDGFGSLSRRSFEVTISGLSGLTGHHRGKSQSTVHELRDADLIVQESRWACLPPELLRDVIRRLEASEST
WPSRKHVVSCAAVCRAWREMCREIVISPEFCGKLTFPVSLKQPGPRDGMIQCFIKRDKSKSTYHLYLCLSTAVLVENGKF
LLSAKRNRKTTCTEYVISMDADNISRSSSTYIGKLRSNFLGTKFIVYDTQPPHDGAVVPPVGRSSRRFNSKKVSPKVPSG
SYNIAQVTYELNVLGTRGPRRMNCIMQSIPASSVEPGGIVPGQPEQILPRALEESFRSITSFSKSSIMDRSMDFSSSRDF
SSTHFSDIAGGTINSDEEEQNKERPLVLRNKVPRWHEQLQCWCLNFRGRVTIASVKNFQLIAAPLQPPAGAPTPSQPAPP
EQDKIILQFGKVSKDMFTMDYRYPLSAFQAFAICLSSFDTKLACE*                                  
>Bdis_2g25440                                                                   
MAASEGRRRRGKSKPKKTKQAGRPTTVQDIPDHLLERILLRLGPSPCQLVRSAAACKRWRRVAGDPGFLSHFRSVHLQMP
QLGYYHAVKGHALFVPSSSSPVAVDGRHFSLDFIPDSGSWDLADSRGSLLLLSKKRACLQAWPGHHYVCRCSADLIVSEP
LTGRYQGILWPADLDGIGRLGVFLLDGADRLISMSNFRVMAAVDKAVACVFSTGGDGGWRLVHSAATSDADLPSTLGPED
FVGRANGTLFWGVEGNATDNSRIVGGEDGVLRVIRVISNELKVFARWHSGNDDEWVLEKLLRLPEATVGLPGREESFFQQ
EAVIVAADTRKVLLTPSEKRWTFSVELDTLKVERQWNKYAGAVFPYKLPMPTALPDHNIGRR*                 
>Bdis_2g27197                                                                   
MDFPSSPAAVVAKVLDDDDLLREILLRVGFPTTLVRAALVCTRWYHHAADRAFLRRFRQRHPPRLLGLYVGDVFIPHTLE
FLPRFVPLLTKTQELELATVLCRMATFSLDTIHGMSIKECRNGSIFISGFRNHKYAYEVHSPLFPERGVAVLPPPPPHAV
TDDAHNLLLLPSQRRSQIILKINNEGSPVTAEKKQDMTEKCLIALVSSFISI                            
>Bdis_2g27330                                                                   
MERSPSPEGRWGDLPEDIAIAVASRLQEADVCALGGCSRSWRSACDADFVWEGLFRRRWPVTAATVVAGGRAGASSVQGW
KALYINHHGRTAVAISRVIEFVESSTHNGSLEAEYYLKAIADLALMKDIGFVNVQFFLLSRNRSAIINLIGLHYSIACLH
ILPNEVDKALQASQIAERKVCVSLLKLGRWFYGFRLPDDYESTKISLSGLTSAEGAKVLVILNRGAVHEVFRLQVSSVGT
NN*                                                                             
>Bdis_2g32210                                                                   
MASSPSRRRRRIRRGEVAVSSPDWADLPIDALLSVLHKLDPIELLVGGAGRVCRSWRRAARDEPVLWRRIDMRVHKEHPC
RYGIAKEAVRRGAGRCEAFWGERVIDDDFLLFLAERAPSLKSLRLISSNHISNEGFLEAINKFPMLEELEISLCKNVFGK
VYEVIGIACPHLTHFRVSYPYFYSIEDIEYNKNEEALGIATMFVLRSLQLFGCELTNVGLAKILDNCAHLEHLDIRHCFN
IHMDTSLRAKCARIKTLKLPYDSTDDYEFQIGNSVRTRSRRTRRDYAEILMEFPT*                        
>Bdis_2g33570                                                                   
MDTRVPPVPMDRAMADELRRRGCDPEKTEQVFANVLSYTHYALPDPPVSAAARFFALLPHDSLDRVSRLPDALLRNIVSR
LPVDDAARTAALSRRWLGVWRSAPLVLVDADLVPAGTAVARAGARRVTSAVSRILAAHPGPFRCVQLTSSYMEDFPGLLT
RWLQQLAVKGIQELVLVNRPWPLDLVLPSTFFGMATLTRLYLGLWKFPDTAGLPSAASFPNLLELGLCCVFLESRDMDFI
LDRSPVLETLCIQGNLFKMRLRLISHSLRCVQIIGSFFEEISVVDAPLLERLIHSEAWTPDDSCTKVKIGHAPKLHLLGY
LELDPGNHVLEVGNNIIKAGTRASPSTMVPSVKILAFGVRFGVRNDVKMIPSVLRCFPNVETLHIKSKETDQPTGKLNVK
FWHDSGTINSIRSRIKLLVFHDFRGERSELAFLKFFFESALVLKKVVIVLANDHFTSMDDVHSKVASLRSMKRATEGSSV
LVTGSSDPDEGYIRSFKRGSNFSLHDPFANY*                                                
>Bdis_2g36260                                                                   
MDRCLQSTAVLLEILQRLPTSSLRRARLVCRLWRDVVTERTAEMQSRPKPLIWDASWGAAYVIHDLSSPSCAREFWRMKG
NNNHKDRRSSSSWYCKDVRLVGTCNGLLCLCDNLGVSPGGDVTLVNPVSGETTLAVPPLPCAGPSVGTSRRAVERWDRAY
SFALATAVGRRQMQPGHRHRQRRWHDVLGNRGRSGDGRVV*                                       
>Bdis_2g36277                                                                   
MGDDDVLWEIFARLPPQPSFLLRASLVCQRWRRLATDHDFLRRRWPPIIGVFIPNHYTKPPSFKCILDPPDSIPPERFAL
RYESEAGYEDDDIWYFLGCRHGCLLLLLCSRADPSYRLVLVWDPVIEEQRFLYLPPHFDNHVSPSVQGAVLCASADERHV
HGDCHSSPFKVVLACADIHNARALACVYSSETDSWGDLITSSVRDPVHHRLSDHPGREFRLLVPFRHPDWHR*       
>Bdis_2g36340                                                                   
MGDDDVHWEIFARLPPQPSFLLRASLVCQRWRRLATDHDFLRRRCPPIIGVFIPNHHSKPPSFKCLDPPESIPPEHFALR
YENDEPGYEDDDIWYFRGCRHGRLLLLVCSRADPSYRQVLVWDPVIEEERFLYLPPHFEFDNYGHFDNRLSPSVQGAVLC
AAADKGHVHGDCHSSPFKVVLVVADDDGARALACVYSSETDAWGDLITTPVPFKRMFSIGSRTIMVGNSVYWFLFGTQVR
ILEFDVDTEKLSVIEVPSRAYANHRGLYLSTLAEGGAGGLGFIVFSNLTFTAQLWVRKTDAVGAAEWILGKTIDLDKLFS
PIPGLSTHPHMEIGFNGDDNVMFVSAGSSVFMVHLSSMQFKKIFESNSSTDCMVRYMYPFKSSYPAVANKETVPAAQSQG
SDISME*                                                                         
>Bdis_2g37210                                                                   
MPPGGGGHARPLATDRRVCDEDAPPHSHSPSPFPASEEASETKQMRKDDEQEQQPLGSLPEGPLAEILSRVPYRSLCRFK
CVSKPWLALCSDPEIRKLSPQTLSGFFYQDGGRFKFHNLSGRGAPPVDPSLPFLIGSYECFSEWTELPPVIVPDREGGHV
LYSGTTDVFLCFDLAVPTHFVVLAPMRNCFCEFSELAIYSSETGGWTSVQSEWGYKTILVGCSEFVLLNGIIHLSTHYCS
IVTVDMEWKVWREIEMPDDMPSSYDSTSIGQSQRCLYAWQIDNHHDCKLYVWALEDYASGKWTLKHTINVLELFGRPSRK
DDKSYTMFAIHPDY*                                                                 



>Bdis_2g40560                                                                   
MGSGRRRRPRKNAQSKSTTEDKVDAIPDELLCLVFLRLTSPVDLVRAAFTCRRWRRVIAADAFRVVGSQHGAPPPHAVGH
YRVEEPGGGYFAAARPPGRSPVFVPSSSSPWKDVVAAAAGFFALDFLPRTRYGEFNWELADVRGGLVLVMEFSDKLGCAP
LKGLAICDPLARRYKKIPSSAWFHGRCCFMGCFLLDGEDDAGAPISLSNFRVTCVLFCDGVAKAYAFSPAAGAGGRWTSP
AAARGSSTARCGNDYWMATVPISFAGSTGGSAYWKIENGRVVALNKETAELSSSVLPNALRGKRPSLDYAFEFPWPPTIR
PTGL*                                                                           
>Bdis_2g42000                                                                   
MEAEQRDWSSLPEDLLDEILRRLRWSSHPSFASTCRAWRSAVPPFYRAWVTPVLLNTAHVGTTNLRFYSPYFHKNFEIDC
TLDAPGAKICCSTGHRLTVCVDHLIMDAQLHTGHIHKLPRFFVRRFHFVVRDRRKVLGLKNTLGMLEITRCIQHGDGKWG
HREFWDTDSYRGFFASPVRNPVFHRGLLYVLGEDGRLAVYDERCHDKGFEILDSPMSFGAGLDFENSYLLDSDQGELMAI
LVGRHGTPVHVVKLNEQTMEWDKVESLEGRTLFTGTLATMIKKTDVKWMHNKVFLPRLYEWPETIHVNLVERGGEFAFVP
KSGCVDATVKDGDHTFGAMMCSYELGQNENATEFWWTEKLNYSIWLDFDSATSVLVLS*                     
>Bdis_2g42290                                                                   
MEPQVIIGISRSDMLASMERDGIDPEILDIGTNLFLYFVYDYLPDPPVSPNAALSLPDASWMMPDGVDRISCLPDVVLRN
IVSRLPAKDAARTAALASRWRPLWRSVPLTLVDSHLLPDCGVRGPLVIGGPSPRAVTAAVSRILAQHPGPFRCVHLTCST
MDEHRGEMARWLDILAAKGVQELIFVNRPWPIDLRLPTTLFSCASLTRLYLGVWRLPDTAAVPRRAAFPNLRELGLCFNV
MEDRDLAFMLERSPALELLTITGSQTGVRLRLVSHSLRCVQLGHTYLEDIDVVDAPRLERLFQSTTCGAPTLRSSRIKIG
KAPNLRVLGHLQPGEQELEISSTVAVAGTKVKIVPSVQILAMEVQFGVRDAVKKVPGFLRCFPNLHTLHVESRKDDEPTG
KVNLKFWQEGVPIKCVLGMKKMFFYEFRGSRSEVAFLKFIAERARVLEKMVVVVASECLSSRDDVSAKLKPLTSAKWSSE
ACKLQLFKSPFKDPGAPVYSHQVASDFSFADPFDLVYYQELVSASIEVH*                              
>Bdis_2g42587                                                                   
MEETLAAVLSYLPPSPVSTTASLSSSPAASDDEDRISALPDAILRNIISRLPTKHAACTTALSSRWRSLWASTPLRLDDD
GLVPAAVTAALASHPGPVASARLSSARLASEVPDVVASWFASLADKNVDDLVVVNGSWTEEECDWRPPSGLLGCASLRRL
WLGLCRFPDTSGLPPAFVSLQELGIVHCSVQDRELHAVLPRCPELESLALVLTQDCPRYVHIWSGSLQYLVVWRSMVREV
HLDDAPNLERLLLEPTVHASTHVKIINAPKLKVFGYFDVGLHQLKIGPTVIKDGIKVKPNAMVRTLRTLALKVQFGVEEQ
VKLVPALLRCFPCLETLHIMSTPSESPVNVDVEFWDQPKCWRRCAFLWLMVALEMLC                       
>Bdis_2g42597                                                                   
MGTMSAIMRSILACVPPAQSSTSDGSLSADFSATSPCGGGEDRISRLPDVLLSDIVSRLPVKDAARTAAISPRWRSLRAS
TPLVLDDSDILPCSDDDDDDDDDYCFALTDWHALTDTVSRILAGHQGPFRCVRLTAVCNYAAARDGSALVRWLRLFAAKG
VQDLVLVNFPNWPFKNNLPAEILSVASLRRLYLGLWNKFPDTEDLPRGAHVFPHLVELGFCRTDIKAKDLDRLLQCSPVL
EKLALVSCYDTPRDVRVRSRSLRCVLFWMSIADALAVVVAPRLERLILWNECPGAGLEKNFRIRVKIGHAPKLKVLGYLE
PCIHVLEIANTVIESGTKPSPLTTAPSVEILALRVRFGVRKEAKMLPTFLRCFPNVETLHVMSTEPDEPTGKLNFKFWQD
VGPIECLQSHIKKVVFKNFRGNRSELAFLRFVVERARHLLNMVVVLADGDPSSEGRLVAKLKPLACSTKRANRDPKFTIL
VRNGGSSWSFRIASDLSLSDPFDC*                                                       
>Bdis_2g42607                                                                   
MMAGAHILQLLHPCLPETPFTGNFLPYDAGSSSSSDAVDGEGGEDRISALPDDLLRNIISRLPVKDAARTTTLSPRWRGL
WRSTPLALEDRHLFRLSYMSDGIDWGTLAADVSRVLVSHPGPFRWVHLSWNFMGDREKALAKWLRLFAAKGVESLVLVNR
PWPLDVPLPATILRCASLRRLYLGVWHFADTSRLSRGPAVFPHLQELGICHTIMQECDLEYLFDCSPDLQIFGLILSYGF
PSSVRIRSESLLCMIFWMSMAEELAVVAAPHLQRLILHSAGTSRRTMKVKIGNAHELTVLGYLDTATHMLEIGNTIIKAA
VTNVTPNATVPSVKVLALKVGFGDVEEVKTLLSFLRCFPKVETLHVMVSSCGAIGDENEEEEEKDDNSEGDENEENKEQD
DNKEGGEGIGELSSMIGQEVGPIECLESHVKKLVLDQFSFGVNELGFLKLVLGRAQMLQNVVLVLAGGKPSVGAAEAMEM
LGMLGTMKWANKECELAVRARRGHDWSYRRASDLSLSDPFLG                                      
>Bdis_2g42637                                                                   
KQLDRTDPHLSLPRSNPGSQQFTIRSTRPPLLKPQRRRRRRRLSAMAAAGEGFATYQDIADYFNSLEGPSAQDRIDTIVP
FLISLLPPPLVPSPEANDASDSDDDHFSLTSSDSEAEEDTADRSTYFPAAWDDGEDHISCLPDDLLSDIISRLPTEEAAR
SMALSTRWRGVWAATPLLVDDAHLRGAGGYKEISVVRAISRCVAAHPGPVRSVRITRVSFYEQEYALRCLVASLAAKKVQ
DLILFNRPWPLDMPLPDDILSCTSLNRLYLGVWRFPETAARPPAFPNLRELGLFHTIIEDRNFDALLAHCPNLEILFLAM
AYYCPSRLHITSHGLRVVAEWVSSIKEVVIDDAPCLKRMVVNTVSDQRPIKIVHAPRLEVLGFLDLQLDMLEIGGIAIKA
GMHVRASTMVPSLKILAVKVRLSDSTEAKMFSTLLRCFPHLETLHIMSIPSYSADSVLGMKFWESLGSCQCIESHLKTIV
FHSVLGQNHESFFLNYILKNGKVLKTVGIICDEGVDVVVETGLMAGSVGEGNAASGRSSGRDVLFCAASKCLSFLKVIDL
SVEDPFCVLRHETVG*                                                                
>Bdis_2g42767                                                                   
MDPQRQLRQALLRAGKSLLQAFKEDSDPGIRNSALWSLAASGVDAEMLDVSVFIYAVHHYIPTPPVSFAAPLAFSGASWV
PDGIDRISRLPDDVLCNIISRLPPKDAARTAAIASRWRPLWRSAPLVLVVSLLLLQGRASAAPRAVTAVVTRILAAHPGP
FRCVHLTCSNMDEHRNELELWLLLLAAKGIQELTFLNHRWPINLRLPATLFSCASLTRLYLGVWRLPDTAAVPRSAIFLN
LRELGLCFDVMEERDLAFMLERSPVLEILTIIGSQSGVRLRLVSHSLRCVQLGITRLEDIDVVDAPRLERLLQWDVGQHH
VSKNRGKKPSSRIKIGNAPNLRLLGYLEPGDNEIEIRHSVIVAGTKENIVPSVKIMAIQVQFGVRNALKKVPGYLRCFPN
LETLHVQSRRDVEPAGKVNFKFWQEGDPIKCVLQTMKKVFFHEFRGSRSKVAFLKFVAEKAKVLEKMVILVASGCFSSRV
DVKAKLKPLTSAKWNSKVCKVELFQSPFIEGGDPYFSHRLATDFSCPDPTIR*                           
>Bdis_2g42790                                                                   
MASSGVDAQTVDLGGSLSHYDLHDHVPKPLVSPAAPLALSGASWVPDGVDRISRLPDVVLHNIVSRLPAKDAARTAALAS
RWRPLWLSAPLTLVDDHLLPDSGEWNITSTVSRVLAAHLGPFRCVHLSCSKMDEHRNELERWLVLLAAKGVQELIFVNSP



WPVDLCLPATLFSSASLTRLCLGIWRLPDTAAVPRAATFLNLRELLLSFSVMSDRDLAFMLERSPVLEILTVVGGQSGEP
ARLRLVSHSLRCVQLGLTRLEEIHVMDTPNLERLLQWNAVGKHHVSSILCKKGRSRIKIGHAPKLRLLGYLEPGDDEIEI
SNTVIVAGTRENIVPSIKILAIRVKFGVRNALKKVPGYLRCFPNLETLHVQDRSVTLRQGARGALVRSGRR*        
>Bdis_2g42800                                                                   
MDPPQPLIGISMSDMQATMERGGMDRGTLDLGFNMLLYLVYDYIPKPPVSPAAPLPLSGPSSAPDGVDRISTLPDAALAN
IVSRLPAKEAARTAALASRWRSLWHSAPLAVVDAHFLPDGGARGPLVIGAPSPREVTAAVTRALASHPGPFRCVHLTCST
MDEHRGEMARWLDVLAAKGVQELIFVNRPWPMDLRLPTTLFSCASLTRLYLGVWRLPDTGAVPRRAAFPNLRELGLCFTV
MEDRDLAFMLERSPVLEILTIMGSQSGVRLRLVSHSLRCVQLSYSHLEDIDVVDAPRLERLFQWTTLGQHSSTGRKRRSR
IKIGHAPNLGLLGYLDPGDNEMEISNTVIVAGTKENIVPSVKTLAYEVQFGVRNAIKKMPCSLRCFPNLETLHVQSKKNA
EPTGKVNLKFWEEGGPIKCVLQAMKKVFFYEFRGLRSEVAFLKFIAERGRVLEKMVVVVASECFSSGGDVNAKLKPLTSA
KWNSKACKLQLFKSPRKEGGVPVFSHRLASEFSIADPFDLIYYQESL*                                
>Bdis_2g43850                                                                   
MEGETVHRFTLVLWNRSRFLSVSVSLGNRLPSTNPSPFQSRICGRKRKPSQYICRGHLQESKPSDSEETSHPPAIRKAPR
RQPPAFSGARLRGSSSRAEPIYNMVKIVGDDRLSTLPDDILVDILNRLDIRDAARSSVLSRRWQHLPAMLSRIKIDVFAF
RPEDNPTFCLDEIVRINAVVAEATKSILARRDSSRKTISSLCMDFFLREDDSISIGNAVGRTMLTHKVDIAEFTVLTEKN
DIGCDDDDLVRYGRQFRLFFDACPIAFGGLTHLRLMNLSLSELDISNVLITCKRLKKLRFLNCDSGNPTVLQVEHAHLCE
LAILDCSFERVELKSLPKLKRMTFDGWISYEDPLSIGYVPLLEALSLNNICLSWHKMVKLSRFLVGTSLRDLKLGFECEK
IWVQPEHLTKRQASVFSQPTKFFVSR*                                                     
>Bdis_2g45130                                                                   
MSDHHIAGDHHSSPATTALGTLLLLPSELLHEILIRLALPELLRVRSVARPLSHLISSPDFRRFYHLASVSSGPAPAAAW
LLVFKKLPPRGAALRGFHGPSGRWFRIPVSDIISPAVPPGEDLYFLAASGSSFLFAANGRRELVVVDLSAQSARRLPPSP
LGPRGTSSWRRFGIKLVADPPGPNRFRFLFAELVNNTPFLFEYTSDTDTWQSSEAVLADGPTAPAGPDATYLCAAHAGPD
CVMVYSGPGLGHRGAVFFRPRFPQNPNGAAGNGAERLHVYGDGSAVVVRSTVVDEPSRTRVKAVAGVDLYGFGPEAAAGG
DWQLISTVPGELVEGFRKPYAVMTGLLAEREGVIRLVLISNCRGAWDVVWLSYDRGRGEWRWVPVPDWGGTKGLNMAGIA
VSSTFSRLWPPAPTICH*                                                              
>Bdis_2g45600                                                                   
MAGLLEDDSSWETLSTERIMIPAFNFGVVSEANNGGKEFPVSLDVVPDDILEKIFTFLPIASMIRSTAVCKRWHHIIYSS
RYLWTHMLPQRPWYFMFTCNETAAGYAYDPHLRKWYDLELQCIIKSSCFVSSSCGLVCFMDNDNRNVISVSNPITKDWKR
LMEPPGAKFPDYSTVAMMVDRVSHNYTVTLAKSNQVPDDYVQWDFSLYKYDSRSSSWVTAAKEVFIGWRGSEDSVICDRV
FYCLIQSTGFLGNVEPRHRLIMYDLVTGASETSLMLSSIPVPCSLTCGRLLNLGEKLVMVGGIAKHNRPDIIKGIGIWEL
DKKQWQEVGRMPHKFFQGFGELDDVFASSGTDDLVYIQSYGATALLAFDMKLKKWKWSAKCPVSKKFPLQLFTGFCFEPR
LDIAA*                                                                          
>Bdis_2g48880                                                                   
MCLVNSPATVSSTSSQRGQIVSPESADRPPPYSDGFAEGPPPSVNTGEESDGRAAKRPRAESGGGAAAQDGRDRISELPD
AILVSILSYLPLRDAARSTVLSSRWRHLFDQSLLDFNACQPFPPEGGRGCDWVIHAIDSILAAPRHIPIRSFRFVMYGKG
FIKHTGTVARWFRTLASRGVRELDVDMLYTVPKPPLPALLLQFASLQTLRVCHCDLPDYAQAGALWLPVLRTLDLSNVGV
TQHTLQAMLSHCPSLECAKLKNITGAGKICLRSKSLTRLYGDFGNLKELVITDAPNLEELVGIGLPSGAATLKIDFAPKL
QVLGYLGKSVRPLVLRDTIFDGGIVQSRTLMSSVKTLAIQVPFSEKGYTVFVTQLLKCFPCLEVFCIEPDNRSDPRRVNI
ENWDTTTSIQCVEHTINKLAFECFEGEWYQWDFLTFLLGMARALKIVEIYFPKSKDCYSNGRQPVSSINRVSQDVEFLVF
RTYELTNNMYLCHCCPARCHKQNKVLLPCEI*                                                
>Bdis_2g50000                                                                   
MGRSPTAPAYSKRKRRRRRTAGDGEGAALLDCFSNLPDDVLLAITSRLPTRQAVSLSALARRFRHLPTLFPRVESVSISD
PPFPIPMRNTPPVILRRLDVTPTRRLVPAALRRFIEAAADNGVSELAVRLRRRACLPRDIFSISSLTVLSLDTCAVPRAS
AVACPRLLTLKLYSLFISQETITALLSVATGLERLEIVFCTGLVGGCTVESSTVRSFLFRPALEQRDVTLRTAGLRTITL
YTRPRTQRVRLAPAPEVRKAYLHVSNSSILTFRMRPFLDAGTSLASLTLRGVAMTLLSAEYKDTLKLPITFQDLTILSVR
LDFSCESEVLFLLKLLESCPSLQQLTVSDAEKHKEETSLSFADHKERLAKVSCLADSLVQFNFVGFKAGDYQKELLVFLL
NRATKLKKVGVRFPNSEDDAVRWALSVRKAPIERKSTKFNLCHLELEYP*                              
>Bdis_2g51180                                                                   
MEGWPCAEGGAPARGEEEEEEDQFDRLPDEVLLDVFNRIGDVKALGRCALVSRRFHELVPLVDSVFVRVDCVIPDEPPSS
SASSPQAAAAAPGRGRGALAHLARLVLGGIVRPIQALGQILSPTLAIVSRRPVAPPALPPPPAGDISHHSPSEVLRSFKE
LRRLGIELPTGELGIDDGVLLKWKADFGSTLGSCVIFGASSVSSKPPPTPSPTAVDSSATSPDSTRDPEDLASIPESLHT
NGGLKLRVVWTISSLIAASARHYLLQPIIADHDTLDSLNLTDADGQGVLTMNKKQLQELRVRPVLPSGNSHRTLMPALIM
RLWYAPHLELPGGVLLKGATLVAIRPSDDVLREGGGFEAAGPAGASWISDAFEEPYRTAAKVLFKRRTYSLEMNSF*   
>Bdis_2g52810                                                                   
MLPLLLISTLPAFTLLLVAPASCKQPWKLVRELGLVALLLARELLSLQRHPAAAGRAKERQGGVLRMPPSKAKAVKAEEP
ALAEDADAAALPVLDLPELVLDRVLQELSPASLAAVACVCAGLRDRCSSMDGLWERHVRRKWGRVLSAAARQEWEAELLL
AATSTLPRSAARRRSWVDSLACAWPFSWTRWLKGDAATTAAAARPAPPADSKSKAACWYRALECGQFWFPAQVYNREDGH
VGFLLSCYDAHLRYDRRTDTFTARYPPHGRKLAKEEDGVQWCRVRAAPASTPPPHDLHVSACLDDLRPGDHFEIQWRKNK
DFPYGWWYGAVGHLESCNANEHLCRCHEDDAIVLEFKHYAPGSKWRQTTVSRKDHREKGDETDGFYGGIRKLQTKDEITT
WRRFWPVDVLN*                                                                    
>Bdis_2g53040                                                                   
MHPRARIHADPALQLDQIDCLPDALVLLILNKLEDVRSLGRCSAVSKRFNELVPLVHDVYVKIDRVVTADGDADDAFNLS



SPKARHIFSHFIKLMLFTIVKPFHSMRNPSGTGRPVFPQLAQHSPVQVLKNFSHVRNLRVELPSGDVGTEAGVFLKWRAM
YGSTLQNCVILGGTLVDRKTVAVGHDPSTEDSGSMPESFYTNGGLKLRVVWTISTLIAASTRHYLLQSIIKDHPTLRSLV
LTDADGQGTISMGMEQLKEFRENQLPASACSNRTQVPACSMKLKYAAYLELPDGLAMQGATLVVIKPSADGTSGGHSSRK
ETEAFVSDAFDGPFKFAAKALMKRRTYLLEMNGF*                                             
>Bdis_2g53160                                                                   
MSASDLPDELWARILELGAASSALGFRDLCCLAIASRRLRRLSLHASLWSELLSRDFPFQSQSQPSSSSPSSSQQQQQLD
PKSLYKTKFERHKARMAEARRRAVYDAEGRVLACRKRLTELEESVRAEGDRMKAAAQELDNLERVRRASVALNVWQPQVV
HGRQKQLVQQCTVPVDSRLGDLNMELKVCKQQIATYKNAYNKEKQKLNEYEEALRRAKYHPIHNSSHTSPTINEPQAKRK
RMK*MSASDLPDELWARILELGAASSALGFRDLCCLAIASRRLRRLSLHASLWSELLSRDFPFQSQSQPSSSSPSSSQQQ
QQLDPKSLYKTKFERHKARMAEARRRAVYDAEGRVLACRKRLTELEESVRAEGDRMKAAAQELDNLERVRSVVTPSFIGT
FCFVQWCHCTPKNYPC*                                                               
>Bdis_2g55580                                                                   
MEHLPVEVIGNILSHLSAARDVMVASAACRKWREASRRHLHSLSFNSDDFPRDMTTRQLEIIITQTIFQTMGLQCLSIHI
DNTHEFSAAPVIAWLMYTRETLRCLYYNIQTNPNVNILEKCGRQKLEVLDLDHNTITGVEPSYQRFTCLKSLYLRHVSIS
ALDLSLLVAACPKIESLALDVLEIVTSDSQSTMELTSHTLKSLFVKTVGVDKIILDADNLEVLHLNALNLDLFELSGKGT
LKHLKIDDVSVTHLDIGESTDHLEVVDVSNFMIVWPKFYNMISRASNLRMLRFWGVVFDDEDEIVDSESIAVSFPLLRHL
SLSYELRDGLLHYSLQGLSPLENVSVLELGWTVISEHFGPWVFGMIKRCPNLKKLIIHGVLSEAKTREERQMLASFTSFI
VCLMRKYVHVDVQFEYE*                                                              
>Bdis_2g56070                                                                   
MSFRSIARDVRDGFGSLSRRSFEVTIASLYGLTGYHKGKAQSSLDDLHDPPPIIQESRWASLPPELLRDVIRRLESDEST
WPSRKHVVCFAAVCKTWREMCREIVLSPEFCGKLTFRVSLKQPGPREGMIQCFIKRNKSKSTYQLYLCLSNVVTAETGKF
LLSAKRNRKTSCTEYAISMDTGNTSRSNRTYIGKLRSNFLGTKFLIYDTQPPYNGAVVPPVGRTSRRFNSTKVSPKVPAG
SYNIAQVTYELNVLGTRGPRRMRCIMHSIPASSVEPGGIVPGQPEQIVPRALGDSFRSISSLSQSFRSSTTFSKSIMDQS
MDFNSARFSEINGGIVDGDGDCEVKDRPLVLRNKPPRWHEQLQCWCLNFRGRVTIASVKNFQLIAASNPPPAGAPTPSQP
GPVDPDKVILQFGKVARDMFTMDYRYPLSAFQAFAICLSSFDTKLACE*                               
>Bdis_2g56650                                                                   
MMDGELGEDLLTEVLVRLPHKSLARFQCVSTTWRALISGDYLRRRLPLITSGVLFHDGPPRPGKQAYTYACASPSSSAQD
GVEDRGGSGVEEADMGFFPCHATSSIIDGCNGLLLYYAARAAFHVVNPTTRRWAALPAPRQRTLLSVLAFDPCASPHYKV
VCFARWLPRGACVEVFDSESGAWRERELDFGIDTDAMSATMHCSGAAIHVLAYSGHVVRIDLAGTGMACAVTALPAPVSY
RARAGHCRGRLRYASSDGARLSLWELRDAEGSQSQWALKHELGVRDLVSCDASGTCQSNKTFLFMAFHPEKEVVYLWTPG
KLVAFDLEQRRVVGESVFGSDREGAQLIQIWLFPFSRHLASCLA*                                   
>Bdis_2g59200                                                                   
MGEVAALRQLVGQVQELWDLYGAVHAHGPLPRWYLLDFEHGSIKDDYCGGRTGYNSEVLKIMEANQSPPRKRTRRDRNRE
KASCLNSADAMNPDIWREFPEDLFQTVITRLPVAAIFRFRTVCRKWSSLLGSDNFSQQYSEVPHGMPWFFTITHENAINN
VAMYDPSLKKWHHPSVPLAPANIVIPVASAGGLVCLLDLSHRNFYICNPLTQSLKEIPPRSVEAWSRVSVGMVLTGRTSN
EGYKVMWLRNDGNHEVYDSVQNMWSQPGNFPPSINLPLALNFRSQPVAVGSTLYFMCSEPEGVLSYDVSTGIWIQFIIPL
PLHLTDHTLAEFQGRVMLVGLLCKNAATCVCIWELQKMTLLWKEVDRMPNIWCLEFYGKHMRMTCLGNSGLLMLSLKAKR
MNRLVTYNLLSKEWQKVPDCMLPCSRKKQWIACGTAFSPCPSALA*                                  
>Bdis_2g59890                                                                   
MAEGSVGRAFMGDPTAKLTDDVLVEIISRVPYKSTCSCKCVSRRWRDIISHPEHRKKLPQTLAGFFYEARISSTEKARYF
INVSGEGDPLIDASLSFLPEYESLDILDCCNGLLLCRCWKPTDPETLDYVVCNPATEKWVVVPSTEWSSEVEVARLGFDP
AVSSHFHVFEFIDEVAWGVETLSYYDPHIEALAIYSSKAGVWTHRRVLEDEDPLVEDEDPLVEGEDPLVEDEDPLVEDEN
PLVEDEDPLVEHEDPWAEHEEPWVEHEDPVEHEDPLVIPKNSKGVFLNGILHLAACFELVVAVDVEGKNWQFISIPDQSY
FDDVPVSDIFLSQGRLHFAEGAAGSLGEELSVWVL*MAEGSVGRAFMGDPTAKLTDDVLVEIISRVPYKSTCSCKCVSRR
WRDIISHPEHRKKLPQTLAGFFYEARISSTEKARYFINVSGEGDPLIDASLSFLPEYESLDILDCCNGLLLCRCWKPTDP
ETLDYVVCNPATEKWVVVPSTEWSSEVEVARLGFDPAVSSHFHVFEFIDEVAWGVETLSYYDPHIEALAIYSSKAGVWTH
RRVLEDEDPLVEDEDPLVEGEDPLVEDEDPLVEDENPLVEDEDPLVEHEDPWAEHEEPWVEHEDPVEHEDPLVIPKNSKG
VFLNGILHLAACFELGRLHFAEGAAGSLGEELSVWVL*                                          
>Bdis_2g59900                                                                   
MERALMGDPLSKLTDDVLVDIISRVSYKSTCCCQCVARRWRNLISHPDHRTKLHQPTLAGFFFESYNSTYDYPKMAQYEM
GHYYTRVSNDGWPHYHPSLSFLPKCKSLDILDCCNGLLLCRCWKPTYPKTLDYVVCNPATEKWMIVPATNWSSQVEVARL
GFDQAASSHFHVFEFITDSVWGHKRGHHDGNIKAVGIYSSKTKGWSHTVTGWGNGTRISSDSKSVFFSGMLHVTTNYLVL
AVDVEGNNWKIIHLPMPPCTDNATPKDIFPTQGQLYFANNGASNGFELWVLENYDSEHWTLKAKASYLEMFGTNHSYYDC
GYSVISVRPEENVFFIVCGNKASVVSYKMDSLNRNVIDDIVWSKTPYIPYVPLFSDSESLADEHQVLLQ*          
>Bdis_2g60850                                                                   
MGDDGGGTVRRRLAGYLRAVLSVPAADAGSLRPLSPCSLSACGAVPLAPLTDSGGGRGGNRTAPRGSARWRACGGGGSSV
VRQLKSLVAQRCVEVEGRVLRVMARRGEGGEVVEARAVVLVDVYLPAAAWSGWQFPRHRASAAVAVFKHLSCKWDARNAL
VDFDWSSHDNPHCDDQYTWSCTDCHVLGCEIHQRSSISNNEKSFDLHEIFKVLPSVRVEKGMQITRIIPDNILDNAPGLG
IWSLPDDILNKVINRLKPRDLIRVASTCHHLRALASSIMPCMKLKLFPHQEAAVEWMLKREQNSEPLPHPLCKDFCTDDG
LRFYINVTSGEIFTGNAPTINDFGGGMFCDEPGLGKTVTALSLILKTHGTLANPPKGVDVKWCTHKPDKKYGYYEFSASD
SSNRTDFVSGTERLAGKDDVIREDPSSSDLSHNGGSVPSTRSSRKRGRLVGPDLTSVNMHVMGEKSPEPCNSLPMPATQV
LKFKKNSKNVRKNLMNAYSKDSVGSKRKRGTALEFNDTWVQCDGCRKWRRLSDKTDLDSTTAWFCSMNADAARKTCTAPE



ESWDSKGKITYLPGFHKKDALPGDEQNVSFFTNILKDNVSSINSETKKALSWLAQLSLKKHVEMESVGVTRPVLDARATI
GKGARPYYKIFQAFGLVRKIEKGVTRWYYPSMLDELAFDSTALGIALENPLDIVRFYLSRATLIVVPANLIDHWTTQIQR
HVSSDTLNVYAWGDHKKPSAHILAWDYDIVITTFNRLSAEWGPQKRSVLKQIHWYRVILDEGHTLGSSLALTNKFQMAVS
LVASNRWILTGTPTPNTPTSQVAHLHPMLKFLHEEVYGQDHQSWDTGIHRPFEAQMEEGRIRLVQLLQRTMISARKANLR
NIPPCIKNITFVDFSEGHAKSYNELVVTIRRNILMADWNDPSHVESLLNPKQWKFRATTIRNVRLSCCVAGHIKVEEAGQ
DIQETMDDLMKLGLDPSSEEYQSIRYALLNGTDCIRCGDWCRLPVITPCQHLLCHDCVALDSEKCIKCGNNYEMQSPETL
ARPENPNPKWPVPKDLIELQPSYKQDDWDPDWQSTTSSKVAYLVDKLRSLREANIKHRHSTNITNGAGLAIESSYQDDNN
VEVRLPQAMSHKVIIFSQFLEHIHVIEQQLTIAGITYAGMYSPMPLSTKRNALTKFQDDPTCMALLMDGTAALGLDLSFV
NHVFLMEPIWDRSMEEQVISRAHRMGATCPINVETLAMRGTIEEQMLKLLQDSSACRNIVNKGASSTENEGARPHRSLHD
FAESSYLAKLSFVKGSNKACADANTS*                                                     
>Bdis_2g62080                                                                   
MADSVLPDDLLLDILARLDSAADLFRCATACKRWSRLVADPSFLRRLWPKNSLAGFFIMERLRDQGAKVFVPMPGSPLGP
RRRRRKISTFVPAVPAGFLSRAAPLAASRHGLLLVRLLPNCCPPPRGHCPSLPVRLAVCDLIAGTCRKLPTLPCGDLHPA
GDEARSACAILTNADFRRRRRSCFDVVIITPRWTRGGRHEEYALHSFSSATRHWSSRTERFCFGGDGSFCHTGAVGDSTA
HWLFRKKIPVTPQCYYLFTYHPEDGGRVVMKGLPPSVRNYPEYRRPCLSLVMDGTLSVLLMRSTTDLDHHGCVISYRDRV
EIWSQQQEEEESVAEEDDADGDGAAASLNQWLRTRTVELMLPERMKKGYRARTEQWPYIIGERRGTLLINDGDWRVYAAD
LETGAMAEVVGWPSVRPKKASDVLPWEMDWPAFFASRLVRPCSRIPSIRSLC*                           
>Bdis_2g62093                                                                   
MEDTAAGLSSLPDDMLREILFRVRADAAALFQCAMVCKRWRRLVADPSFLRRCWPEPSYLAGFFSSGKQPRHGQWPCFVP
TPGSLLGGGRGIRALESFVPGATAGLFRAVPLACRHGLLLVRLPWTGADLVLRVRVRLAVCNLLTGACHVLPPLDPVEAF
SVQHKTVADFPRGPSTTDKPSSIDSTFFKVLLVGSCNHRDDINTGFGLYMFSSGSGGGRWSTSPERFRGVGDRYGPFRRI
DAVVRPGGTAHWLFSDLPTGLTTLRVDAGTGAMSVTKIPPLPMNYINSPSYLGVAADGTLSLLRIQRRAGYIPRLEIWRD
VDDDDDEAARRKGLYAKTVELRLPEDDKRPANRGMSVLVENCGKVFILDFWWDVYVADLETGAMEKVTDWPRLPQSTLDK
VVPLEMDWPPMFVSRLGIFQGQ                                                          
>Bdis_2g62096                                                                   
HDPVQVRLLRVQLPRAAARWTVVRRTLATSVWHTEFCFCAAYHRGKILFTVDARQWRVVVFSGDEDEDVLVPSPWMLYER
RHYPRQYSYALESRGELLWAAVQESPATENKKKKKKKKKQLRWVRRDGQSLTDRALFLGHPSSFAMDASRLGIGIGGWAY
LVHHDGNKASPREQAGVLKHNLVSGSGEAEFLERLPQGWAGGGDGRHFAWLVPQPAMAAPTGPSMVGNMERHYYGPCFRV
AVHARPAADDRSHSPALASYSTSMAMGEISWLPDDMLRDILLRFRGDAVALFRCATVCKRWRRLVADPSFLRRCWPHHDG
RSRSSLAGFFALMAPRMMARQDDESTDVQAAPERCLCTKTVELRHPEGGKKAGVVKKCGKLLVTDNQDNVYAADLGTGTM
EEVTAWPGRRRFNRDDADEVVPLEMDWPATFVSRLGD                                           
>Bdis_3g00580                                                                   
MSRRRHSTPAPATLAPLDDEDLLREILLRLPPSPSSLPRASLVCKLWRGILSDPGFGRRFRKHHRIPPLLGCFVKDLGMA
PVFSPLLDPPDRIPAPLPENLADPSSWSSTHRRLSFSFHGCRHGIALLLDHRRNEAVLWDPLTGVQRRVCFPPGLGFAGG
AQSGIVWNAAVLRTASADDHDDCRLTPFKLVLACRDDKFTKEFVCLYESNTGVWGDVISITTTDRIGLKSPSVLVGNTLC
WLVSGGGILEFDFERQTLVVIDEPTDLHATDPYPGMIHRSFQILRGEDGGLGLAVLSDSEQSIQLWARKSDSDGVGSWVL
RKTVQLDERFSRPEGTQKRLWMPGYDEDTNAIFLSLDSDDFMLQLESMQFTCLHRNGLEIFRTYHPYAGFYTAGRGIAGG
DGGAENVNA*                                                                      
>Bdis_3g00597                                                                   
MSRRRHSTPAPATAAPLDDEDLLREILLRLPPNPSSFPRASLVCKRWRGILSDPRFRRRFRKHHRRSPLLGFFLKQWNAA
PVFAPLLDPPDCIPVALPENIGGGIRWDFSFSFHGCRHGVAVFLDRKRPEVFLWDTLTAVQRRVHMPPSFAFDHHDTNGT
ALSAAVLCADSDDCHLTPFKLALTSQNSDRTKTSVCLYESNTGVWGDIMSITTAGGILSAILSQRPSVLVGNALCWLLSG
GGILKFDFQRQTLVVIDKLADLHFTGPEEVLWSYQILRGEDGGPGLAVLSVSELSIQLWARKSDGDGVASWVLQKTVQLD
ERFLRHGYPVVQMLGYDEDTNAIFLSSGYDDFTLQLESMKFKCTRRGYYMRDRIYHPYTSFYTAEKMVSPPEVTSYICRL
LLLVGREIAGGAENVNT*                                                              
>Bdis_3g01037                                                                   
MGEETRRRRRSISPAALPDDDDLLGEILLRLPATPSSLPRASLVCKRWRRLATDAGFLRRFRVRHRKDAPLLGVFFEQRV
AGMGRRKDLPFVPVLDAPDRIPPARFSLRLDDDDLDGGAAGSWSVLGCRHGRVLVINRARLELLVFDPVAGDRRRVGIAP
PPFVGKAFHANAAVLCDEDDHGGHGRSGSAFKVVFVATSDKGGEKALARVYSSETGQWGDPVSAAEPCVGHVGRRPGTLA
GNALYWWLNASADDNGILQFDLGTQRLAVIKRPPFTGIHKGCSRIIRAEDGTGVGFAVLSYPSFQTWDRKVDCLGVASWQ
LRKTVNMHKVLGLPSMIEAGMARIVGYDEDAGVILVSVCTRVYSRVFVVPLESMQSRKLPGSFSENAYHPFTSFYTGTVV
KSAPATEHLTEQPLSH                                                                
>Bdis_3g01360                                                                   
MESAVLQTPLIHGLPDEIALLCLSRVPRQCHNVLRCVSRGWRALLCSEEWHACRKRNNLDEPWIYLVCRGTGIKCYVLAP
DPATRSLKVLQVMEPPCSGREGISIETLDKRLFVLGGCSWLKDGTDEAYCYDASSNRWSKAAPMPTARCFFVTSALNDKI
YVTGGLGLTDKSPNSWDIYDKSTNSWFPHKNPMLTPDIVKFIALDGELITIHKAAWNRMYFAGIYDPINQTWRGTENEIA
LCWSGPTVVLDGTLYMLDQSLGTKLMMWRKETKEWVMLGRLSDKLTRPPCELVAIGRKIYVIGRGLSTVTIDVDTAARVD
GFLVSSSTGPLMEHDCSPEQCRVITI*                                                     
>Bdis_3g01390                                                                   
MESLPIPDELVAEIFHRLPSPDDLARASAACASFRRVAADRAFVRRYRKLHPPPLLGFLDGDKGFRPAAPPHPSAPAASA
AALAADFSFSFLPGPAADWEVQDVRDGRVLLDRHRRSDWSVLDVFDDRSRYKAVFLEMVVCDPLHRRYLLLPAIPDDLAN
SVETQLWKTWTRYWETFLLPSEDDEEEETAFRVIWMVQCATKLVAALFSSSTGQWRAVSSQSWSNLFTGLIPPTGNILFD



RRQCAYGCFYWVTDCKENMLILDTRRMEFSVSATPDEARGDEDMGIVMVEAGEGRPGMVLRVGDIGHMTADLSYYTLRQD
NGGSSRKWHKEKTLVLPGSEFVIRGSMRCYLLLILRWLGTSSVEPGYFTLNVKTLQLERVSACSPYYIRLHAYPYFNFPP
SLLSTPAVSSGTQEGTEKAMREQG*                                                       
>Bdis_3g01406                                                                   
MESLPIPDELLPEIFLRLPSPADLARASAACVSFRRVAADRAFLRRYRKLHAPPLLGFLDSKVFHSAAPPHHSAPAASAA
ALAADFSFSFLRAPAFDWAVQDVCDGRVLLDRPSQRDIDEERRYEVVFPEMVVCDPLHRRYLLLPPIPDDLAASVEHPLW
KKRHRYCETFLVPSEDEDDETSFNVIWMVQCATKVVALAFSSSTGQWRAVSSQSWSNLFAGLLSSTGHILFRCRQYAYGC
FYWVTDCREYLLVLDTWRMEFSLAYPPTEARGDCNIDIGIVETGEGGLGMFLHARMSSDLTYYTLRQGIGGSSSKWHKEK
TVSLGSKYMFIGSTGSYLVLHQGGSYALERGCLTLDVKMFQLERVCALKYFMSTALAYCNFPPSLLSTPRVSSGTQEAVE
EAILEESAVASALQVEEPFYRHHDDTTSVDDADAGHQAGVSTTGDGAD*                               
>Bdis_3g01412                                                                   
MESLPIPDELLAEIFLRLPSPADLARVSAACVSFRRGAADRAFLRQYRKLHPAPLLGFLDYRGVFNPADPPHSSVPAARA
AALAADFSFSFLPGLTADWEVQDVCGPRPPRQTPPAQHRRGDRLGGIGAPSVEDPLWRTRCYCAFLASSEDDDEETSFSV
IWMAECVKKVVAFVFSSSTGQWRAASSQSWSNLFDGMLSSTGHIRFHCRHYANGCFYWETALNENLLVLDTQRMEFSRAD
KPDEASGGAIDCINIGIVEAGEGGLGMFVRVHMTSDLTYYTLRQEIGGSSSKWHKEKTVSLGSRYTLVGSRGSYLFLHRL
GSSALE*                                                                         
>Bdis_3g01427                                                                   
MGGAGERETRVLPLPEPEPDHPEMSSLPIPDELLGEIFLRLPTHADLVRASAACVSFRRVATGRSFLRRYRKTHAPPLIG
FVSGLLNFYPAERPHPSARVARAVARAGDFTFSFLPAPTPSRHWAVQDVSDGRVLVGCCDLESQTDVTEMVICDPLHRRY
LVLPPIPDDLASAVDSPRQRGCEAFLLPSNCGEEEEEEEETSFRVIWMVQCATNLVAFVFSSCTRQWQAVPSRSFTGLID
GLPTTTWMPIFTRRQYAHGCFYWVTNWSEKLLVLDARRMEFSMADRPAGVGCSRLVEIAIMEAGEGITAMFELERDSPHI
YYLSYILGRNNGGSPSQWTQKQTILSLGSGSTFVGSAGRHLFIEHNGATGQLFDAGCFARGMKTFQLQRLCVSENSISQP
RAYSNFPPSLSSPRLSTGIEEEMLGQGLELLRTEEPKNGNHSDSTADDVDAGGQAGASRNLEMAAIEVVLQNKYKLPTGW
SV                                                                              
>Bdis_3g01716                                                                   
MSSPNPRRRSLPPAVESPLDDDDLLQEILLRLPPQPSSLPRASLVSKRWRRLASDHRFTRRFRLRHHRNPPLLGFFELDP
GEGPSFVPTLDPPNRGERTSIHGAVLRADDKDKDGHFQVVLVGNDDQHHARQIACTYSSKKGAWGNLVSTILPPWFSDPQ
DPLRIDKSSPAILVGDSLYWNYDRP                                                       
>Bdis_3g01722                                                                   
MFLSVTLIAAAAIITVATAGSPRRRRDRSSLAVVAEGPLDDDDLLREILLRVPTQPSSLPRASLVCKRWRRLVSNLGFSR
RVCFHHHRNSPPLLGFIVERFSPRGISFMPTLDSPNRIPAGRFSLQFDHGDSLKCLGCCHGLILLFSARRLEVLVWDPIT
GDRHRVAIPPGFYELKTSITGVVLRAAGDGRHFLVALAVIEQNVGMQHARAQAFACVYSSETGVWGNPISTLLQSEVGHT
PTPGIRILTSILTPAMCFSGKSTDAKQALVANKMELNFCTIHKMLVLLDMLLQCDVLVEQVS                  
>Bdis_3g02037                                                                   
MHGQILAWKVDQKFTTSPQMNQFFLLIYTLWSVTAMAIQHLLLTVLVASILHAASSAPTAYDVLEQNNLPRGLLPQGVQS
YVLHGGDLGVTLPNVCEFSVSVAGKQYKFRYDKAVGGVIQSGSLTKVYGVRVQVEFAWLGFNQVQRVGDQLNLHLETSTF
RCVSKEWRVLIADPAFAAEHGSRHAAEPYVVATHLRGNYSSGIVQDLQMLDMEGNVMRTIKGAGGSGLISPSVGDLICIA
DSFKNPDASCRVVDLVTRNVAAECPKLHVEPHHRWARYNIFGFGRAVTEHDDVLLYSQSEILSLPWRRRRQIRPPPMTPH
RSPAAAATLPNDLILDILSRLPVWSVCRFRCVCNEWRALISDPAFAAEHRSRHAAGFVRPNSGGTVHDLQLMDMDGHVRR
TTKGAGGHASRKASPGRCLLHINNKPGQG                                                   
>Bdis_3g02240                                                                   
MEKKKNAAAAAAKKKKRESDGPARKRARSGGACADAAGDRISNLPDAILGTIVSLLPTKDGGRTQAVSRRWRHLWRSSLL
NLEVGAFLSATAAAKIISDHPGPARRFCLRPGDSYADVDSWLRSRALAGLQELVIYYARASARTLPLSALRSAASTLVVA
KFIGCEFPNESVKPSMDFNLPLLKQVTLTNVSILGDVFHGLLSGCHALESLSMWIVQTAGCLRVCSPTLRSIGFHLYSGE
ELVIEDAPRLERLLLPYASMARPMTIRVIRAPQLKILGPFTPDISKHQVFQGMNLVSLENSMRTVKVLAVGSCNHQLNAV
LSVLRCFPCLEKLYVIFYRLYGKDKENEPRYDDRLQPIECLQNHLKTVVFKFYSGNEQQVAFARFLVLNSKVLNKIEFQV
HEDYKSQSMARIHSLLKVENRASQDIQIEFRGNCYFVYYHAKRCIHDLSMADPFR*MEKKKNAAAAAAKKKKRESDGPAR
KRARSGGACADAAGDRISNLPDAILGTIVSLLPTKDGGRTQAVSRRWRHLWRSSLLNLEVGAFLSATAAAKIISDHPGPA
RRFCLRPGDSYADVDSWLRSRALAGLQELVIYYARASARTLPLSALRSAASTLVVAKFIGCEFPNESVKPSMDFNLPLLK
QVTLTNVSILGDVFHGLLSGCHALESLSMWIVQTAGCLRVCSPTLRSIGFHLYSGEELVIEDAPRLERLLLPYASMARPM
TIRVIRAPQLKILGPFTPDISKHQVFQGMNLVSLENSMRTVKVLAVGSCNHQLNAVLSVLSFTDFMGRIRKTSLGMMTDY
SQSNVYRTISKQWCSSSIQAMSNRLPLPGSLF*                                               
>Bdis_3g02247                                                                   
MTNLRRRSRPPLDDDDLLSEILLRLPPQPSSLPRASLVCNRWRCLVSDPGFTRRVRLHHRRNPPLLGLFYRNFRHICFVP
TPDPPNLVPRERFLLQFDKGDDGFVILGCRHGLALIYHASRGQLLVWDPVNGDRHRLDIPPGFETKETYIHGAVLRAAGD
ARHFQVVLVGNDEKQYTRALACVYSSETGAWGNLISTLFPPKPKDCRSRLPTMIVMSIPGVLVGDSLYWILTESSPSILQ
FDLGRQSLAAIPVPVDVFANGNCHFTVMRAEDGGLGCLFLSGFNAQFWKRKTDCGGVASSWVLGRTIELDKVLPMNSEEE
RGPLMMLGFAEDNNVVVVWTIAGVFMKHALVLEMKVLNFCSVDNMTVWLEMLFDLLVEQVSLSSIWLLRYLS        
>Bdis_3g02257                                                                   
MTSLRSPLDVDDLLSEILLRLPPQPSSLPRASLVCKRWRRLASDPRFTRRFRLHHRRRNPPLLGLFTDSYDNSPFLPTLD
PPNRVPEDRFRLHFDEGDDDFVTLGCHHGLALIHHVSRGQLLVWDPVNGDRHRVHIPPGFANINGAVLRGAAQDFQVVLV
GRDDQVLACVYSSETGAWGNPISALLECSSMICRFTPGLVVGDSIYWSFTDSSAGILEFDLGRQSLVAIPLPEGVIGPRF



MRAEDGGPGFIFKNDCTIKIWKRKTDSGGVASSWMLGRTIIELDKVLPMETLEEGRPLVPLGFAVENNVVVLGTVFGLYL
LQIESLECKMIMESYYLQNYHPFESVYTGECSVNSTIGLKHALVVETKVLNFCSVHEMTIRLSDLLVEQVSRAYITFQWL
RLVGCLP                                                                         
>Bdis_3g03607                                                                   
MAPPPTSHPGAPPQPPFLQVPDELLQDIFLRLPTAADLARASSACAAFRRVIADHKFLRCYRDLHPPPLVGFIGRSFIPA
QPPHPSAAAARAFAGIDFSCSSFLPSTAGRRWRQADFFQGRALLASLPVEEKGGRKILVGPQVLDSDYREFLVRDLAVCD
PVHRRYVLLPAVPADLAALIRKPDLLDMETFLAPGEDDEDPLSFRVMCLAQCRMNLVLLAFSSSLGGHWRALTFDRLSTQ
AVASLVRYEPGLSDRQYVHGCFCWQLRFPNKLLVLDVRVMEFSLVDFTPEQRNSRFVIVEAAEGMLGMLSICNRVDSEDG
EYWLPYSVLRNNRWQSEKVIPLPIRRWYLMGVAGGYLLLQTTYTTSSQEQLNIGYFSVEIKTLQVELFAGLSRPIFHGRL
YAGFPPSLCAPTI                                                                   
>Bdis_3g04040                                                                   
MEWDSDSDGGSGDEEEEEEGVGPWGGGGGGGGAGFSLAIEGVLGGACGLVVSDALEPDFPIIYVNRGFEDATGYHAEEVL
GRNCRFLQCRGPFAQRRHPLVDAIVVAEIQRCLEEGTEFQGDLLNFRKDGSPFMTNLQLKPIYGDDETITHYMGIQFFND
SNVDLGPLPGSMTKDAVRSIWIAPDNTHRPSPTGKGNFCSEHSNLFQLSDEVLCQKILSRLSPRDIASVNSVCKRLYHMT
KNDHLWRMVCQNAWGSEATRALENVAGSKSLAWGRIAREMTTLEAVAWRKLTIGGTVEPSRCNFSACAVGNRVVLFGGEG
VNMQPMNDTFVLDLSASKPEWRHINVGLAPPGRWGHTLSCLSGSLLVLFGGCGGQGLLNDVFILDLDAKHPTWREILGLA
PPVPRSWHSSCTLDGSKLVVSGGCADSGVLLSDTYLLDVTMERPVWRLIPAPWTPPSRLGHSLSVYDGRKILMFGGLAKS
GPLRLRSGDVFTMDLSEAVPSWRCITGSGMPGACNPAGVGPPPRLDHVAVSLPGGRILIFGGSVAGLHSASQLYILDPTE
EKPTWRILNVPGRPPRFAWGHSTCVMEGTKAIVLGGQTGEEWTLTEIHELSLTSSLV*                      
>Bdis_3g04560                                                                   
MVMKRERRCVGHGEDRISELPDALRLQILSLLPLKSAIRTGALSSKWRDLWEQRWPVPSSLRLRFPPSAAADQLAAFDRR
GRRRADVFSMVFQTGQLAQPDLRRFLDYAAACCVEDLQLRLDGTGGRGSRGGQRRAGALAVHFPVGSPLLARLSVRGLHL
TASANAMVATLEVIHLHSVSLTDAALRRVVAACPCLRELELRCCRHLRRIDFTTVGVPNLRSLTIVDCSRATELRVPAAP
RLRSFRFSGPFLGSNLFSGTTDCFQHLYLCSGGPETGLQHTNLPSAIPHLANLTALTLCSMALQNLSASVASVGKESSLP
KLRELQLLMFGMANSNLADIFSFLKTCRCPQLERLFVQLPTNTHDAFTTNFLEVAEEEPPEGGLENLRLVKMTNFKAHKN
ERRLVDFLLRKASCLNKLFLVAPKEDHPRGLQKVQSDVLSHFLETETPLLERASANTQIVFNEHDSPRVQPLHSEVFIGF
*                                                                               
>Bdis_3g04597                                                                   
MASQESPPLRTTVFSLDDDLLREIFLRLPSLPSLFRAAFACRTFRRAVRSDPNFRRDFRARRPPPLLDHEGATMPYFVPI
RSADRDLAAVVRGADFFFTRLPRRRRRLPAMGHHRLPRRAHPPRQRRHGGVRRLQPSRGEPLVLPDELYYELESRGPGYL
DCFILPPKKPAGPRACSTPGNASQSCAQWYSHVIAGSGRSSRGRSLWRRSLLNRGAGFKLKMRLPDWLEGSGDTYMVGET
RNGQLCIVSPVGFGFYVWVWRANADGIYSWVLDNRFKMLNIVEVTKGTPEEHRELRLVAIIDGFVYFSTSETLYDPLSPA
WFLSMCMETGKLGKLFKKKLELDIRPYVMAWPPGLLPQLEVFIHELVCHPAGTLRHFDLVSFVS                
>Bdis_3g04980                                                                   
MAAVGFSDLPTEALDQIARRVGPLDNVTCSAVCKSWRGALKATRLRSLEQPNFPDTAAVRWWQNTVDVEVSPVHRSRGSS
RSLVPLQEEEEEEEAAAHHRHHPVRVVGVRLRLGRRPRHGMRRPVPPGPPHGPAVPAAAAAEEEGPKGPGPPGPGSHVPQ
GGAGSRAPARLLRRDADPQRRPRLVAPPRSGRSQAGRPELDDAACPGLDAEQVPGCRVPQGRVPNMDYMI*         
>Bdis_3g05115                                                                   
MPPPPPGHVGSFILPDVDADVVAEILARLPPNARRRARLVCRLWRAAVDERTATSLGSRARPLVFVAQQLAQTKRRDAWW
HSSAYAIYDDHAEESQGQGQGSPSPKIVWSNSNDYSRAAIGMVGTRNGILCLCNNGNANAGGSDDKPPFAGDITLVNPVT
RDTLAIPGPLHHPQKQDSVSPAAAAAGRSTTTRRRWHETYSFAYDEDTGQYKILHIPCYDDGRGSSNGRFDAVKVFSLGD
PLSPSSWRDVPAPAGSSCSLGNGLLSVGGAAYWVTKDRRNVMSFHLWKECFTTKPLPGADELGYSFRLAMVLGGRLGIAV
DIYARNTETGHQSLTKDHILMLDLVMHADRTRTAMLAMPEGYLREANINKRLYPKEKRALLERLAWVGDDHQRFNPLQLY
PGKP                                                                            
>Bdis_3g06256                                                                   
MAPLPWASLDQEALGRIFRSLPSFTDLASASQVCRHWRSVALLRENQPQPALPWLLMPSTASTSHFRLFGRTTHHTTPHV
PVGARFCGSFPGGWFVVALRQAPPGGRYALLNLHSGEQIALPDNMGAPVKSSTGIQHYSIYPVVAIHAAALSAAPTPDGA
YIVAALTSSQTNIAFWRPGMAHWSPPLHTEVDRRASWANKMIPTATEDGSMEDVVHYRRRDLERFCVLTSTERLFFYEPV
ITADGTLTMRRTVRIRMFQAVGLTPAGSGEIVARYLVVSGEDLLIVRRYASLPVAPDRIGLHVFTLREEGQPQDSCLWRN
CSSLDLRGKVLFLGRGCSRAYTYTTAVHRHPGGYIYLLDAERFHDLTAVDYRCSDTGRCDYRRFLLEIRRVLPRGPASDC
SPWIWFFH                                                                        
>Bdis_3g06916                                                                   
MSAYPRCRPPLTAGALLHPSLTVVPDDLVRLDAHHLLDAMPPVFRGGVGPRRCFARDPAKRTAMPAEASELDRLSALPDD
LLQHVLGFLDTRQAVGQLSLLSRRWRHLWASMPRVILDGSVSERFGSALLLLREYAKLHAFSLGSSLASQFAYQRCWLRH
AVSKGIRVLHITLGSACCFHLPDCVFNCATLEEMVLSSMVPEDIAPRSVCLPRLKKLRLDNARLLDSSVVWSLNSGCPAI
EELDLDRCSLHRFWISSDTVKTLSVTACIYKEIHVSAPNVVSLRLTVAGRVQLDAMPSLSRAWVNISGDRANHLAPDEHG
FLGALSSAQHLELFRFDSLLQVCEEIAGKVPRLVAMPKERNDKLRLASASTGLEMLRLRISKGRDAAEFSKMRRLLKEKT
KPKEMEVIWF                                                                      
>Bdis_3g06922                                                                   
MDSLAEFQSNSVQGPAGLVVPVQFGADILEGQRRDSEMGGGGAACSGGYGEDRRAWGGGRAAEGGEEVPDDLTRRDAHDL
LDAMPPVFRGGVGPRRCFARDPAKRTAMPAEAPGRDRLSALPDDLLQHVLGFLDTRLAVGPLSLLSRRWRHLWASMPRLN
LDASVPERFGSVLFLLRDDAKLHTFTLRCSRTNNQAFVYQHWWLRHAVSKGIRVLHIAADGAYRFDLPDCVFNCATLEEI



VLSLTIPEEIAPKSVCLPRLKKLRLVNVRLPDSSVVESLKSGLEELDLHRCSLYQFRISSHTVKTLSVTACAYEEIHVSA
PNVASLRLTVAGRVKLDGMPSLLTAWVNISGHGANHLAPNEHDFLGALCSTQHLELFNFDSLLQDMMQNPATEDPKFGKL
KSLYLGELVVADFYRPFAYFLNHAPNLASLTLDTSKVFEENVWNRKVSCQVSTLKEPYDKMNLAPESTGLEMLRLRISKG
RDAAEYSKMRKLLKEKTKPKEMEVIWF                                                     
>Bdis_3g07800                                                                   
MATQPPALRHRDSAPAIPDELSEEILLRLPPGDPSCLVRASAVCKRWRRIVSQPNFLRRLHELHGTPPPLLGFFHSDYSK
RFAARVDYGPSTKFVPTTPSAFSLSIPNSRKWYALNYRHGRLLFCSKVTQEGQDFLVWEPITGHQRILPVPGAPKNYVMD
AAVVCAADGCDHRDCQGGPFRLVLVYLVENVDSLFVRAYSTETGSWGDMSTVTYEPIREKSSILVGKSLYFFSIFDRMVK
YDLTGQSGLSVINLPEPEVLADCRGVTGLVLTRERELGVAGVMETRLYLWSSTAGDKGELQSENCRVIELHNMLPAAALS
ASERVDVVGFAEDANVIFLKTIAGVSAINLDSEPARKVYQTSETYETLTAFSSFYIPGKRVASAGGGEGMP*        
>Bdis_3g09750                                                                   
MAFWHLQAMWSEEWELYPSSYIGAQVIDYGPVTEDTNDDRSGDLAVSMDAVLPDDLLEKVISFLPVASVIRSGSVCKRWH
QIVHARRQTWSKMIPQKPWYFMFTCSEEAVSGFAYDPSLRKWYGFDFPCIEKSTWSTSSSAGLVCLMDSENRSRIIVCNP
ITKDWKRLIDAPGSKSADYNALAFSVSRSSHQYIVAIARSNQVPSEYYQWEFSIHLYESETGNWVSPFAEVLLGWRGGDE
CVICDGVLYYLVYSTGVLVNSGEHRHCVFMYDLSTRPVHTSLMSMAIPVPCPLTCGRLMNLSERLVLVGGIGKQDRPGII
KGIGIWELQNKEWHEIARMPHKFFQGFGEFDDVFASCGADGLIYIQSYGSPSLLTFEINQKLWRWSAKSPVMKRFPLQLF
TGFSFEPRLDITS*                                                                  
>Bdis_3g09840                                                                   
MAMEQIAGGASGDGARNASGGRRCYDGDRRCFERRPTCCNDGAAAELLEDIIVWEILTRLPVKPLLRCRAVCRSWRRLLT
SDPKFLLAHHRRQPSLQLVSTGDAVESGLDALDHRAGERRPVARTDRAVTAEDLEVVAACDGLLIFCAYNGLHICNPSTR
QRAPLPLLNGTRVSALFPHCPSGSYRVLCWVQRPTEAEDSRAVYYVHTVGSAEVRCVGEPPEPWPTGDIAQMMPMLEFFH
PHVLVQGKVHWKPVKLPGRKHDNMLVFDTVAECFQHISTPVEADLWVLLDYENQVWSFKYRIELQMPIIFLVPDTEGDVL
VTSGGRGVQSLCLQYVSASNSSVLTRYQWNIRLKLKRLRFKESLVRHAFFPTEGNGGVDELPLFDGLSTAAVLRDDDGSE
LH*                                                                             
>Bdis_3g10990                                                                   
MEEAEEESRDWSEMPSDALSAVLAKLDVADLLTGAGLVCRAWRRLTATDSTLWRRVDMSHHGDLLETEEAEAMARAAIDR
AAGTVEAFWADSFVTDGLLRYLSDRAFKLKSLQLSLCDTVSNEGLAEAIKGCPQLEELEITFCSLFGNVCESVGKACPQL
KSFRLNERWTILQREFAAYEGMDDDTEALGIANNMPELQYLQLIGNNLTNDGLMAILDHCPHIQSLDIRQCYNIQMDDAM
KYKCARIGNLKLPHDPISDFKYRAYIASSGAYSGSDFEVDMYDDLLDVVTDDDDAEFDDDMDDVDDAGSESAMYDDVFDM
*                                                                               
>Bdis_3g11500                                                                   
METCSLARMMMRLQSLAMHPRDLCSLIFRLLPELLGLPPFLLKKVCKDEHVHPRLMRTTVGMLPELPKDILIDIFVLLDT
PDLVRAGSVCSSWYSASTSLCNLGLCRRSQTPCLLYTSESAGESAAGLYSLAEKRSYKLTLPDPPIRSRYVIGSNHGWIV
SADNRSELHLLNPITGDQIALPSVTTIEQVKPVFDDYGALHKYELSRYTALKVYEAPRVFDLGELREYVYLKAFLSSDPS
TGNYYVVLIHYPYMQLSFARAGDDKWTWLPPHTYCSDCIIEEDLFYVASQDGAIHAFDISGPAVTQRVILDEIKDYISDK
IYIAQAPSGDLLQIWKYTEDPDYNDDVSELQIDAEFYARCSTTCKVHKVDLAAKKLVEKNSLGENVLFLGHNPSLCLRAG
EYPRLKANHVYFTDDCDYLPSGQSQHRYIRIHNLENSCSEEIVSPQLWANWPAPVWVIPNPRKMNLA*            
>Bdis_3g13080                                                                   
MSFRSIVRDVRESFGSLSRRGFEVRISGLPGLSGHHRGKSVGSLSELRDRPLVVDQSEWVGLPPELLRDVMKRLEEGEST
WPSRKDVVACAAVCRAWREICKDIVQSPEFCGKLTFPVSLKQPGPRDGLIQCFIKRDKSTLTYYLYLCLSPAVLSENGKF
LLAAKRNRRTAYTEYVISVDSKNISRSSNGYVGKMRSNFLGTKFIVYDTQAPYNAGSLVSCQRASRRISSSRVSPKVPTG
SYPIAQVNYELNVLGTRGPRRMQCTMHSIPASAVDPEGVVPGQPKQLLPGPFEESFRSTNTSSRFSVTDFSSSRFSEISG
AVQQDEEDGEAKEKPLVLRNKVPRWHEQLQCWCLNFRGRVTVASVKNFQLTSALQPSVASSESSQPPQQQQTQPSSSSSS
TSDHEKVILQFGKVTKDMFTMDYRYPLSAFQAFAICLTSFDTKLACE*                                
>Bdis_3g15160                                                                   
MTTGELTAEEEATGGSNTRIDDLPESVVAQVISLTSPRDACRCAAVSPFFRDAADSDLVWDRFLPRDYRDILSRSSRTTS
SSSSSEKKKKELYLRLCDVGAVVVDDEGGEGGETAVWVARESGGKCVALSARRLSLPWDDGELSWKWTPHPQSRFAEVAQ
LVHCTGLEIYGRLPATSLTSAIDYAAYLVYGVADGGHRRGLSFPDQETAVAVGGRAESCRRHAVCLCPDDAVAREVRGVD
SDGEVRWPTTRDDGWSELEMGRLCIDDAACVDLAEEVVVVSFEVLGWHPKSGLIVEGVVFRPV*                
>Bdis_3g15270                                                                   
MGYLGLAGLSLARFSNGLDGPAAFTVRGDLSADKATAAATASDPFGGGLEGARSGAPERAGGGSDLAREGGGSGSSASSR
PCSGRSPQGVREEDTESEEITASSPLPSLLHSQEVVVQPDTARDWSELPLDVLASVFAKLGAVDVLMGAGLVCHSWLEAA
KVPNLWRYIDMEHHEVLRGKKKKKRDVLCAMAKTAVDRSDGQLEVFAGSEFVTDELLMYIAERSPSLKSLSLDYCNVSNE
AFTDLIIKLPLLEELLISLCPFVDGDAYEVTSKACARLKRLLLRQGPYGGDRDGVLGIEMMHELRYLTLVGSDITTEELV
AIVDGCPHMERLCVRNCRNIVVDGALRAKCSRIKTLILPPLQHSLYRHHFHPDDGLFTDKFDDWRSA*            
>Bdis_3g16367                                                                   
TKHCESRLRRSAGHGDGRRRRRKKAQIKSATEDIPDELLCLVFMRLTSPVYLVRAASACRRWRRVIAADVLGGSQAQQHR
VIGHYHVDEPLAVAATRPPGRHPVFLPGAGTKDVVVVAAAAALDLDFLPRTEFGELNWELADVRGGLLLLARFSHAQDLL
GLVACDPLARRYKTIPFSAWFHGQRCFLGAFLRPEDDDAAGISLSDFGVTCVLYRGGIAKAYAFSSSAAGGGRWTSGAAR
GRGGAVNCRDGYQPVSFAGSTAGSAYWTVGFGARVVVALDKETGELSSASVLPDALRPSLDYAYELPWPPTIRACLS   
>Bdis_3g17246                                                                   
MAAGCRRLVLCTVYSQIEIVLFSRNFWRICLVVLTEERDWAELSLDVISALLHKLDAVEILMGAGLVSRAWFRAASDEPE



LWRRIDMRGHAAHFNKLDAMAREAVRRS                                                    
>Bdis_3g17260                                                                   
MPLTASSRRRRGCRGGRRSRKKGRNWADLPLDAIFAILDKLDHVDILMGPGQVCRSWRHAARDEPELWRRIDMRNHADLF
NQLNLHGMAQAAVRRSKGRCEAFWGEYAGDDEFLDFLDDQAPSLKSLRLISCYDVSTEGFANAIEKFPLLEELELTLCLN
VCGDNVFGVVGKVCPQLKRFRLSKHLFYDHGFSGFNPDEEALGIATMHELRSLQLFANMLTNEGLTAILDNCQHLESLDI
RHCFNVHMDETLRAKCASIKTLRLPHDSTADYDFQVQSPVWRTRNDSQSEDDDDGSSDDMGYGFDYDDLDSEDYDDYCDP
SRYLNGVYEDELDEEDRMVLRAMRALLK*                                                   
>Bdis_3g17270                                                                   
MPLTASSRRRRGRRGGRRSRKKGRNWADLPLDAIFAILDKLDHVDILMGPGQVCRSWRRAARDEPELWRRIDMRDHADLF
NQLNLHGMAQAAVRRSKGRCEAFWGEYAGDDEFLNFLDDQFVGNFGSHFVLT*                           
>Bdis_3g17357                                                                   
MSMEQCEQPEVVLPPLHSTVVGIAEMGQEQGKDQLPDGNLKPSEIIVQQNCPEFKTLPLSSTEVTLSEVLLCPMEVEPIA
LHVPDIRHWSELPLDALSAIFMKLGTIEILMGAGLVCRPWLAAAKSPELWRFVDMTRHKVVFSKSENIMLKMAKVAIDRS
DGRMESFWAQKFVSGELLDYIASRGNSLKSIRLIACGFCWDGAVTRLAAKCQMLEEIEYSHQKQPGDFFKQLGAVRPELK
RLRIHMQWFDSDAIEREMREEQQSSHDEDEEEEEEEEEPYEAWEMRHNEEAFAIAENLHELRLLQMAGNSLTKKGVYAIL
EGCPHLECLDLTECDHLKVDDELLARCAKIRHVWLPGRWPRVHCPDLHTIGEDEGEVIEMDDVYEIEACALRDEGAMERG
NDDYGDNYWDDYSLPSSPGSPDLPDVTCDDTRYYTYIHEYYSL*MSMEQCEQPEVVLPPLHSTVVGIAEMGQEQGKDQLP
DGNLKPSEIIVQQNCPEFKTLPLSSTEVLLCPMEVEPIALHVPDIRHWSELPLDALSAIFMKLGTIEILMGAGLVCRPWL
AAAKSPELWRFVDMTRHKVVFSKSENIMLKMAKVAIDRSDGRMESFWAQKFVSGELLDYIASRGNSLKSIRLIACGFCWD
GAVTRLAAKCQMLEEIEYSHQKQPGDFFKQLGAVRPELKRLRIHMQWFDSDAIEREMREEQQSSHDEDEEEEEEEEEPYE
AWEMRHNEEAFAIAENLHELRLLQMAGNSLTKKGVYAILEGCPHLECLDLTECDHLKVDDELLARCAKIRHVWLPGRWPR
VHCPDLHTIGEDEGEVIEMDDVYEIEACALRDEGAMERGNDDYGDNYWDDYSLPSSPGSPDLPDVTCDDTRYYTYIHEYY
SL*                                                                             
>Bdis_3g17370                                                                   
MGTRSKGKRKARPTTDQQPTPPPSRRRKAERTEGWAALASQILREILSRLPQADVLHGAGLACASWRRVAAHDPLLWRRI
NLADDGIPDAPSGRRAMARVAVDRSAGRYESFRSPVDGEFLHYLADK*                                
>Bdis_3g17390                                                                   
MGTRSKRKRKAPTAADQEPTPPPPRRRRRRRNDVAHPPSPAEPRDWAALPHDVLCAILSRVPQIDILRGAGLACASWRHA
AAHEPQIWRHIDLAGSRKSALRAWRALARAAVDRSAGRCESFRGPVDGNLLLYLSDRSPSLRSLHITRWSKYTCDEDRED
FALFARVVEKLPLLEQLVHKGRGGVFGKEQIGALLQHCPRLRLLDAGGCRASRAIGKRFVERCKGRIKELRMPRFGGGRC
GCCTRHAQRYADEHDE*                                                               
>Bdis_3g17395                                                                   
MPSSSSSSRRRGRNKAPSLAPELAEVASDEVDLPLDSPSAVHHNLYPAQRPAVQNPSPPGAQAHRAMLASSSSSSSSGRR
RGRRGRKGPAPATVVAPAAVEARDWAELPMDILTALLHKLDHIEILMGAGQVCRSWRSAARDVPELWRRIDMRGHADLEH
ELNLSGWRSTLVWTVFLAVTSFSFSAAELLRYTSIETVFNTVICMMFWANYISSCGTIKCFK                  
>Bdis_3g17402                                                                   
MGIRSKRKRKAPTTDHPSPSRRRGNDAVHPPSPAESRNWAALPHDVLCEILSRVPQADILRSAGLACASWRRATVQEPLL
WRRIDLAAKGDEREPAPAWWKAMARAAVSRSAGRCESFRGRADADFLLYLADRVAAWAAGEELVNLP             
>Bdis_3g17410                                                                   
MARHGWVRPKEDFVKLNVDAAFNVDSGDGGSGPIVRDDNGFFIADSNCKFAYVEDAVTAEALVLRDGLNLAQLAGGRKEP
APATVEAPETVEAPATEEARDWAELPLDILTALLHKLDHIEILMGAGQVCRSWRAAARDVPELWRRIDMRGHPDLEHQLN
LYGMAQVAVRRSAGQCEVFWGEAPSLKSLRLIACYNIVEGFAEAIKKFPLLEELELSLCPNVGDNHVFEVVGMACPQLRH
FRLNRRCFLNFEESEDDDVFNKDEEAQGIATMHELRSLQLFANDLTNAGLTEILDNCPHLESLDIRHCFNITMDAVLLAK
CSRIKALKLPYDSTDDYDYDCEVQSPILPHDLGIQSDSDDCFYGGPDYILDSDEYDDYCDPHRYLDGVYLGRRVTMMDLF
DDDY*                                                                           
>Bdis_3g17440                                                                   
MELEPEDTLPVPAPPCARDWSELPFDALALILGKLGAVEILMGAGLVCHSWLDAAKLPHLWREVDIGRGPRDQSLILEKS
SSAWSAMFVGMAKMAVDRSDGKMEVFVGDGFVNDALLSYIAQRATSLKTLCIIRTWFVSNEGFAEAIKKLPMLMELEVSV
CLRINGNRVFDVVGIACPHLTRFRYSKSRFYINDGVNDSEDEKARAIATMRELRSLQLYAVHITNEGLTAILDNCHQLES
LDIRHCFEVDMNDALREKCARIKTLRLPEDSTDDYEFEITVTIADGLYEAVLDQGINLFCHKVGRFAP*           
>Bdis_3g17450                                                                   
MPSSSRGLQEAPVAAEEARNWADMPLDSILAVLHKLDHIDILMAADQVCRSWRRAARDEPELWRRIVMRGNAELSPKLIR
QGMACEAVRRSAGQCEAFCGEHAADDGFLLYLSEQAPCLKSLRLISCSGVSKEGFEDIIKGFPLLEELELSLHHNQHQRV
YKVIVEACPQLKHFRLNKQYFNGQQWTWQKDMDALGIATMHELRSVQLFANSLTNKGLATILDNCPHLESLDIRHCFNVD
IDNDDDGPLLRGNCAGIGMLRLPHDSTHDYDLEVGSPRFASEYQYEYLDWCSSPDVDRYWIGEESEDDNDDYYSGSSLFE
ADLDKYETVLPRRLRK*                                                               
>Bdis_3g17470                                                                   
MPLLSPPPAPASAPGRGRRRERRLRRRRSKRDWAGLPLDAMLLVLHRLGDADLMFGGRARACRSWRAAAREPELWRRVDT
RGLSRLFWSAASADRVARLAVSFAAGESEAFFGEGHVDDDLLLFLARHAPSLKSLHLIECHDVHNDAFAFPLLEELELWQ
CNSIHAKWVVDFVATACPRLKHSKHAKGRVSRRHFDRTVYPAYNSEAFAIARMQDLRSLQLFDSCLDNKGLLAILDNCPH
LECLDIRCCDNVFMDSSDLRAKCARIRTKKLYPHVWTDIDDEQDCLFLYAESADDSDRSVYFSGNEETDLEEHDRILDKG
ARRYLRI*                                                                        



>Bdis_3g17482                                                                   
MGGETVGSERIEGEINLRWRRSREEEDELGGWGAPQRDGWRRSHEKEDDPRSQAAGSLGSEMGRPTAVCRRVPLHQYTSN
LFDGMLQGGGGQGPPGDGSGGGVGARDRLSNLPDELCHRIFSFLKAWEVVRTSALSEGWRYMWESAPSLDIRHDASADRL
RCHYRQFVQDLLQWRDQDVPLLKLRLRWTSDGMANTWIRRAVRLHAKAIELSGMHHRRRPHLDCENFLFGSLKILHLSRV
FMDTDNLKQLSSGSHAEDPDGSGSDDDGSSAGSNDVHPDHIVDCYGRNGIVVYGGDGILRS                   
>Bdis_3g17490                                                                   
MEGVDNQCDIQSASQNQRCLTGVRLPWVKDSTRDRISCLPDDVLHHILSFTTARQAVQTCALSTRWRHIWQSLRCVNVEV
GEFTSKEGFMKLMDNLLLCRDGISLDSFRLRNTKGSVFVNHPTAGTWVCHVLNCNVRVLGINQDHHLFNLDDELYFTWSD
RTVLRELFNLDHSSFTSAHLKILNLYCVYGSADFIEKLFSGCPALEDLAIIKCHVMAFKFFSRTLKNLIIESLSPAYGYN
IEDYEFEELVIDIPSLVSLYLKDIPYFAPHLVNVSSVVKASICLHNSDIEHCNILNALSNVTDLTLESPPCQMAMDALQR
DMWKCHAFNKLKVLSVDERCISLLSTRDGTEFGLIQLLRCSPNIEKLNVHLTSLANFSLDEEMVDPEAYKADKLFNCKHL
KEVKITCWEHDGSVDCVVRVILANAITIPKIVIEPDTFHCKLFDLQNLVRS*                            
>Bdis_3g17540                                                                   
MPSPSPPQPSAAPRNRSKSKGKLTVHVSVFNLMPAPAPKQDWAEDLPVDTVELLIGGAAGVCRSWRRAAREEPVLWRRID
MRDPRVPPFRPRVSLGIMVRQALRLSAGQCEGFYCGEYLHDQVLLCLAEQGNFLAKENPFNVVLKRTGRLLIT*      
>Bdis_3g17580                                                                   
MSRRKRHTSDDDWISTLPDELLHHIMSFLQAREAVHTCLLSRRWQNVWPSVRFLNMDAAKFASLAQFKKFVDNFLLHRCC
TSLDTLWLRIIYDDSGSSYFSDYSQIQPWVCHALRSNVQVLGIVHPFMAPSPLIIEGTFNSAHLKKLHLCRFEIIDAFVS
KLSSGCLALEELELIHCDICVTEFSSTTLKRLTVTDSHFTIWGWHGDLLIDMPNLVSLCIKKLPVSNPYLVDVSSLETAT
IYLDKYSFKNSDTHCNVLSALSNAASLESLYLTVHNKIAIKVLARDVLRCGTLGNLRTLSLGEWCLGTDCSALLHLLRRS
PKIEKLILNLTDYGASNYDHPKHNADAEANSACNERETPFSCGSLKKILINCPRGDKRADTVARILFANITSKPELQINP
SKRRHVRRF*                                                                      
>Bdis_3g17590                                                                   
MPAPPSSAPPPAAAAPWSRSKKTQITVHVSVFKLMPLPPPEQDWAEDLPLDALLCILHKLGTVELLIGGAAGVCRSWRRA
AREEPELWRRIDMRDPSVPYFSPRVSLGIMVRQALRLSAGQCEVFSGGAGLDDDILLYLAEREDLSATSLKSLHLIRSYG
LSKEVFAKAINKFPLLEELELSACYYDADLIELVARVCPRLKHFTYVDTRCHCHYPTSNDRVAFAIATMHELHSLHLFGD
TLSNKGLAAILDNCPYMEYLNVPYCQNIKMDDVNLVEKCAGIYMDDYDYFLFLRPSFSDDDDDFSFILHSDFWDDYVFNS
GDDVDDLELEEAERVLDNKSMRRYLS*                                                     
>Bdis_3g19370                                                                   
MASPGSSSSSSRSGRRVEDAPAVGLDPLVYLPPDMLDNVLARLPFEQLVRTSGLSRGWRRRWESVAGLDIWFSPGVSPKP
SIGALKRCAAPVLSFTARVLPPHFHCADGWLRALRGKRVAKLAVELFDPRARFLGDVDGASLPAIFLHRELVHLDLAGCC
SIPQVPRGFGGFPNLVTLSLNHVRLPFFGGGAHLQYLISSAPNLAELSLIDVDQEERRSQVVRCDIRAPKLRVLKLVMLN
DNDNGCEVAEDLPMLEEAVISADCLLETDEFVTTFQRIATVNKLTFRTDSRKCNQDPLRVISWKFQNLKVATLSANFGKL
SSIMSIFSLLRCAPYIEKLEIEVEKTYIQADEDDENFDPETYDDEVYDFLSHLDMVVDEIDEQLLNEKASDDLFVSLKHV
SLHGIKGYMRNDICFMKFLLSKTGSLESFDVTLRSEFRKETACVELATCSRASPQAKISVRLLNKPTPEPDES*      
>Bdis_3g19385                                                                   
ARQKTPKKHFIKQYIYAFRDVSGTYNQQHGRRRHSGRLETRKFATEKMASTSSTSSSSSPRQMEEEEPVAARNDRSSPPD
MLDNIPPLPLDVLDNIFARLPFEQLVLTSRLSRDWRRRWEPFPNLDIWFTPGIFPKPDVGTLERCAAPVRSFTARVGTPH
YHRIGGWLHALARKRLENLILRFDDQLQRAVLGPGLFSCRALARLELHGFCDMPRAPPQGFGGFPNLVTLVLIDVTLPFV
GGGAQLERLISSAPQLRVLTLDNVEETWTIRAPNLRVLKFITDIDNGCRFTEDLPLLEEAAICIDDPIEFVAQDLIETLR
RIASVKRLLFDANTVQTEKITTRKHEADEDFSFPNLDIWFTPGIFPKPDVGTLERWAAPVRSFTARVGTPHYHRIAGWLH
ALARKRVEKLILRFGDPFECAVLAPGLFSCRALTRLELHGFCLMPRAPPQGFGGFPNLATLVLIDVISLFVGCGAQLERL
ISTAPQLRVLTLDSVMVTASHTDADAVEETWTIRAPNLRVLKFSMDMDNGCRFTEELPLLEEAFITIEDPIEFGTQDLII
DSLRRITSVKRLSFDADTVQAMFF                                                        
>Bdis_3g19477                                                                   
MPRKVWVPVGKSQGAAEPADRLSDLPDALLHHIMSFMKSWEVVRTCKLSRRWRNLWASAPCIDIRVGRHDRPPTDMVKFM
NRVLLTRDMLTPVDTLRLRSVGEDDFYETYNNGNVKRWIRNALKRRARVIHLNGHLHNCITLDRMDFVSCHLKILKLSYA
KLDDRVMRQLSSQCPSLEELDLKSCVVDGHEIVSFSLKSLIVVKCKFTMNLLVDAPNLMLLRCITPEKWVPVLKNSVSLV
TGSISLDDSLLSSEFHKDDDDDDEFPQTSDEDDDNDNTDAQCDGKNAAADRSHNEGFLDSILFGGFSDFCDDYPDDYPDG
YSDNFKDDYDYGSDINSDDDTYEYSEIANGFEDKYSGNCYDDLEFSKGGKNYGFSANYGFNDYKTLGGQNVLHSLSNARS
IELLGHAGENFGIENALGRCKPNGGSFSCKHIRMVKIKCTKDDPRLHMLAQLFKANGILLEKIYVRRSGSFHLCMLKRNR
EISIAEMRDYL                                                                     
>Bdis_3g19510                                                                   
MRRRTAAVRWVPRRRRAGGGVDRLSALPDALLHLIMSSLKAWEVVRTCVLSRRWRDLWASAPCVDIRVFYSGRDGAPPRE
LRGFVYRLFLLRDPSAPVHTLRLQSNDEDDSFCDGDADTWIKTAIKSNARVIRLDGRRGDFASLDHTAFVFSSHLKILKL
SYVALTMSKCKIVVDFSIDAPNLVLLRLIIPYIRIPTFKNLGSLVTGTIVLVDSCLGDDFQGLSDADHSGETDDVDDDSD
TSENYNMGYGHAYIGDYSYGTNGTYKYSEIISDCDDEKYGYHGDGHNCSKDGNYCDYGATANYGRNESKSLDVNSVLQSL
RNARTLELLSYSGEVLLNRDFKSCPTFSNLKTMSLGEWCIAADFDALVLLLQHSPNLERLFLELILNLNIRKALERGLKL
KERSFACKHLRMVEIKCSKDDVRVHMLAELFKANGIPHEKLYVHWPGCAVHSSSGMAPVPSSLMRSAVESSPVSPGLLGA
PLELAVHSSVGTAPMRSPCAPVQLPVMVASSPFQSGGMPELRNSPRVTAATPRDPSPPFQDMAEAPGAAGPELQEADPSD
CAEPKVQPLHEVEQEAPLHCGSVSGCGANSVHPVLKGAAVVTRRSARIAAMADADDTVLDKVMRRAKLRDLE*       
>Bdis_3g19800                                                                   



MEVVFDGGGVVEADNWRSQIMIGNRLFYVSKFFWALVRILSQYDQHQHETLIDLPEVAARLEQRIFVIAANLVDYNDKAS
KRLTYLETIVPHDRVKLRTSLFQLALPEKMEQKQPSRPQMIESSAEMLLRQSSSDEQNKINPARRNLPEVSSCVPSGKQM
KSCCDDRISFLHESILHHIMSFMPARDVVRTSVLSPRWRPLWTSAPCLDINIDHFNMDRVKFNEFAESLFLCRGIDTLDI
LRLHSFAISAANFWIDHAINRKAKSIEFTEYKIWEPFYLNPGIIKFHSSYLRSLKLTNVILVTCIFHRLNHACPSLENLQ
LADSTLELPEISSRSLKTLEIIDCSVVKHLLIRTHKLVSLRFEGSRCRCTSKSILLTPSAVTLCDLSNAESIELSASVRQ
VAFDGVSTGRSMFINLRSLSLGEWCLSNNLSPILCFLRHSPLLEKLNLKLKLDCEKDEQTIQTARGISFAAEHLEKVTIY
CTEGDARVPVLVNILRINARSLDRIDVKTY*MEVVFDGGGVVEADNWRSQIMIGNRLFYVSKFFWALVRILSQYDQHQHE
TLIDLPEVAARLEQRIFVIAANLVDYNDKASKRLTYLETIVPHDRVKLRTSLFQLALPEKMEQKQPSRPQMIESSAEMLL
RQSSSDEQNKINPARRNLPEVSSCGKQMKSCCDDRISFLHESILHHIMSFMPARDVVRTSVLSPRWRPLWTSAPCLDINI
DHFNMDRVKFNEFAESLFLCRGIDTLDILRLHSFAISAANFWIDHAINRKAKSIEFTEYKIWEPFYLNPGIIKFHSSYLR
SLKLTNVILVTCIFHRLNHACPSLENLQLADSTLELPEISSRSLKTLEIIDCSVVKHLLIRTHKLVSLRFEGSRCRCTSK
SILLTPSAVTLCDLSNAESIELSASVRQVAFDGVSTGRSMFINLRSLSLGEWCLSNNLSPILCFLRHSPLLEKLNLKLKL
DCEKDEQTIQTARGISFAAEHLEKVTIYCTEGDARVPVLVNILRINARSLDRIDVKTY*                     
>Bdis_3g21110                                                                   
MMNPYGFLVHIVNTIVNIMSSLVLRAGTILLMAKEMLSYILGFSFFLKAKPHCLLLPTSPSLLPDDLLIEIFLCLPAHPT
CLIRTSLVCKRWHWLIKERRFVCRFHTLHQKLPVLGFFSNSTRIPRFLPTGDPPDCVTTAAFSLPDDPFWQVLCCRHSLV
LLVSSSWDRLQVWNPMTGNRQYVPVTPDVDSRLHHGIVPESHAAVLCAAGHNEHGDCRSCPFVIVWVFTCTRYAYASRYS
SDIGIWHSVVSSPSPSEVDSRPSVLVGNVLYWPLKLKYILAFQLDTCRLYHIECPPDTHGIYRRNVHIMKAEDGGLGLAA
LTEFNLRLWARESDAEGVTGWVLRRTIQLDAFPPLKVPSLALTANHLTVRPPVRILGLVEDDDSVFIWTKNGVFAVQLKS
MQCKKIFEANVSASIFPYIAFYTTGGVDGPVKTLEQQKMSKSAESL*                                 
>Bdis_3g21490                                                                   
MRPPRARRRRRQRQRSPASANKGWLSVRRRPSKGRPRREHGDQAVPFGDETLLLVFSNLIDARDLVRCAATCRRWRRLVS
SDAAYICRRGPPRCDRFIRRLALGVFIHTEESHGSDGFIPFAASKKKLSLAGLVGGECLRVVASRGGRVVLDLRRAKTAF
ALRLCVCDPMTGDAHHLPPLRGKDSPGPYACTLLTPGDGLLLCNTNPASYRVLLLYNHRSYSALRFYDSVSAAWGPEVRV
KGARIGRNRKLGIRAHAALARGGVVCWPGLGIGVHLGTLHTSSAPYTVQGFDSPSRDNRPPAFSMHLERLLGLMPDGRLC
VVESNSKDHTVRAYVVVYADVVDDGGTSGRKAWRWTLELRPMGLRCVSLRWFCERSGVVLFTAWNVEEDRTLVYAVDLET
KEVGRVDWSGHHDDHFTYIDVCGYEMDRVSMLAEL*                                            
>Bdis_3g22730                                                                   
MSRKKAKVETVEGETSGGGGGHLSALPDELLHKVMSFLRAWEVARTCVLSRRWRHLWASAPCVDLRVCCKARHRPFPTQL
AKFAYRFLLEREVSAPLGTLRLLSSPTCDDDNGCSPYGPYGPMPKPYDDDGEDYCSTNVDMWIRAAINRRAQVIQLGHHP
RDDAFSDLKSVPLISCHLKQLSLSECRIMADLSIAAPNLVSLRCVIPYHRAPSFENLGSLTTGTIILDDSFLHDKFEYEY
KNPDEDVFECDSDDSSDSNDDDYDSDADSYQSTWDRFSGANRVLGGQNVLCGLSNATSLELIADAGESILNRELEMCPVF
TNLKALSLGEWCMAADLDPFVSFLQHAPNLEKLFLRLKMDHEEIEDNIIPEGISFACKNLTMVKILCPKDDERVGTLSQM
FMANDTHREDIYSSPSDSPNF*                                                          
>Bdis_3g26160                                                                   
MADGGRMKGVEGSGEGAGQDEERDEDAREEPELALSLGRRGWHLPPQPPPAPALRWSMVFSAWDPDASGSSRAAERIWDS
PPVPPLRFPDMWRGVRADGDAGGAGETEEHNDDEEEDEIEDGDRDLQNKRPKVRGFGEESPQHSGVNASFFGFEPPHLNA
FAEHDHLKLSHCPENELDFGLSLFSNDGGNEIQRETNNQEAGGLEKSGDRNAEGVAIRMDLSDDLLHLIFSFLCQKDLCR
AGAACKQWQSACIHEDFWKCLKFENTRISLQNFVNICHRYQNVTDLNLSGVSDADLLVMDAITFLRHLKTLTMGKGHLGE
AFFQTLAECPLLNTLTVSDASLGSGIQEVTVNHDGLRELQIVKCRVLRVSIRCPQLQLLSLRRTGMAHVSLNCPQLLELD
FQSCHKLSDTAIRQAATACPLLASLDMSSCSCVTDETLREIASACQNLSVLDASNCPNISFESVKLPMLIDLRLSSCEGI
TSASIGAIYYSRILEALQLDNCSLLTSVSLDMPHLRNISLVHLRKFADLNLRSPVLSYIKVSRCSVLRCVSITSNALQKL
VLQKQESLSSLSLQCHNLIDVDLSDCESLTNEICEVFSDGGGCPMLRSLILDNCESLCVVGLNNSSLVNLSLAGCRSMTF
LKLACPRLQMVNLDGCDHLERASFCPVGLESLNLGICPKLTVLHIEAPNMSILELKGCGVLSQSSINCPRLTSLDASFCR
QLMDDSLSRTAEACPLIEHLILSSCLSIDITGLSSLNCLHMLALLDLSYTFLINLKPVFDSCPQLKVLKLSACKYLSDSS
LDPLYRECALPMLTELDLSYSSIGQTAIEELLACCTNLVNVNLNGCTNLHELVCGSDYCSSVDMPIDVCPSYSAPDKTKE
INESPYSLLEVLNCTGCPNIKKVVISSVANYLNLSKINLNLSAHLKEVDLKCSNLYNLNLSNCSSLEILKLDCPRLANLQ
LLACTMLQEEELESALSFCGSLEILNVHSCPKINALDFGRLQAVCPTLKRIQSSLIA*MADGGRMKGVEGSGEGAGQDEE
RDEDAREEPELALSLGRRGWHLPPQPPPAPALRWSMVFSAWDPDASGSSRAAERIWDSPPVPPLRFPDMWRGVRADGDAG
GAGETEEHNDDEEEDEIEDGDRDLQNKRPKVRGFGEESPQHSGVNASFFGFEPPHLNAFAEHDHLKLSHCPENELDFGLS
LFSNDGGNEIQRETNNQEAGGLEKSGDRNAEGVAIRMDLSDDLLHLIFSFLCQKDLCRAGAACKQWQSACIHEDFWKCLK
FENTRISLQNFVNICHRYQNVTDLNLSGVSDADLLVMDAITFLRHLKTLTMGKGHLGEAFFQTLAECPLLNTLTVSDASL
GSGIQEVTVNHDGLRELQIVKCRVLRVSIRCPQLQLLSLRRTGMAHVSLNCPQLLELDFQSCHKLSDTAIRQAATACPLL
ASLDMSSCSCVTDETLREIASACQNLSVLDASNCPNISFESVKLPMLIDLRLSSCEGITSASIGAIYYSRILEALQLDNC
SLLTSVSLDMPHLRNISLVHLRKFADLNLRSPVLSYIKVSRCSVLRCVSITSNALQKLVLQKQESLSSLSLQCHNLIDVD
LSDCESLTNEICEVFSDGGGCPMLRSLILDNCESLCVVGLNNSSLVNLSLAGCRSMTFLKLACPRLQMVNLDGCDHLERA
SFCPVGLESLNLGICPKLTVLHIEAPNMSILELKGCGVLSQSSINCPRLTSLDASFCRQLMDDSLSRTAEACPLIEHLIL
SSCLSIDITGLSSLNCLHMLALLDLSYTFLINLKPVFDSCPQLKVLKLSACKYLSDSSLDPLYRECALPMLTELDLSYSS
IGQTAIEELLACCTNLVNVNLNGCTNLHELVCGSDYCSSVDMPIDVCPSYSAPDKTKEINESPYSLLEVLNCTGCPNIKK
VVISSVANYLNLSKINLNLSAHLKEVDLKCSNLYNLNLSNCSSLEILKLDCPRLANLQLLACTMLQEEELESALSFCGSL
EILNVHSCPKTAGRLPNP*                                                             
>Bdis_3g26770                                                                   



MEEERSDEPPAVAVSLLTDDLIMEILCRVPVKSLHRFKCVSRSWRDLIAHPAYRKKLPQTLAGFFYEISYYGGVRRNYFA
SISGSAATVDVDPSLAFLQPMAYTDIKLVDTRNGLLLCACYNKENSSTEHKLRFVVCNPATQRSVMLPPQPQPQQHYVTW
LAFDPAVSSRFHVLNFEQSEQGNYYITGVNIYSSQTGVWTHRDTGLVKEIGLLSTGGSAFLGGMLYLLGQLNTQSINIDL
SSTMVLVSVDMEGKAWNWINVPEGCFHYVGTIGLSQGCLHYATTITPVSNNDNENTILPLEEEIALWCLENHDSKEWVLK
DSLSIHKQFIDNPLSIDDPESDYHTVGIHPDCDTLFLVPKRGASLASYDMRHQIFCNILDLEKGCLSRHLPYVPLFSESL
ADADGQ*                                                                         
>Bdis_3g28050                                                                   
MGLVMELLDARSVARCTAVSRAWYGVAADNRLWAPKCAELMAGKAHIPRLTTIRTASKLSTYSMAITDGKRSRITKEDLC
DHAWEYSFTTAAPEYWRNLDPSWKRTGPPMRRYFHHDGYHSADPHDAVWGGHECEYTVITSFVGDGQIRDHYVRINRWPP
MKVSRKEDWSWELSNNLYRYNSIPDADDKGCTGPLFPVW*                                        
>Bdis_3g29170                                                                   
MEPSEATTAEENQDATPLPKEMLNEILARLPAKSVGRSRCVSPEWAALLSSAHFVDLHARRANRSDCPRLLLAPVGSLYD
DYIYSWQPGGQVEKLMPDDFAAKGLLAPVTKPCHGLVLIRCTDYGGCEVLVLDTPAYWRPAAQESPLCYVNEEKPAVFLN
GHLHYLCRDAEIITFNTSSETFGSLLPPTGFENASPVLTELDSCLCFCYGEPDSDDPYHVFLLKDYMEGRWDKLCCIDRI
AWPETERMLLRSLCISPLGMYHSGDGQRKIMFGTGSCKVFAVDIDSNTPEILFTPDGTIIGSCEDDYTLPLCVFEEYLGP
VGRTLEEMIFSSLTTKAWSDILKWMSARSVSELSLVCREWRAMIMTDRFIQSHVIHANLNKNPRIMIVVDARFGHYMNMK
DFFDAGAPALYANLHIESVDDDVPLFAGRIGLGYDSEINKHVLVHTTYKEKNLDTCEIVAFNVATDEFEVLQGPPCSHDN
GRISILQLQGALCVACSDKSMNVLDIWMMKDIDTWLMEYHIELNEFLPEYLSENTTPLLVDPKDGRILLNTGLSLGYYDP
KMLGLETIYTAGMPEHDARFWPIICDESLLCPLGPS*                                           
>Bdis_3g29200                                                                   
MAHEQDEIDAWALPLPDDIITKILAYLPAKSVGQFRTVSRSWNAELSSPSFIDLHLRCANRNNNQAPKLFFTPTSEPSGE
RFYYAWQLGRPVEELMADRFTIPKPVTRPLHGLVLIRCPFVGGYSVCNPSTGEALALPDGRSPLKAKFRVSTPTKPAPSY
WWHVAYGLGYCSATREYKAVRVFSGSYAEQEQVVPSCEVFVLGAPTSWRLAAQQPPVFVVEEQNPGVFLHGCLHFLCKDG
GFVSFDVGDETFGSLPPPPPYPDPEEKTPAARMTELDGCLCVCREKTGGDGPYQVWLLRDYETRRWEMLCCIDRNAWPEP
EKTQLQSQWITPLAMYNGGSDEQEERIMFGTGTRKMFAVDLNGSAPEILLSPEETIAGTFDDYSASFPAIGIYEESLVPV
GRTREEAVFSSPATEAWSEILKWLPAKTVSELSLVCREWRALVTTDRFIQSHAIHANSAHRRPWVKLILCPCNGLFINVE
AIAGLPGLASGPEKNPETRDYKLRCEQRWLSDHMWYLADPPPRPVADVPPAYVDGKIYWLVDPNFGPISSEACEMMAMDT
TDKDAVFEVLQGPPCSLGRVSILELHGRICVAWSDRDADAIDVWTMKDGGEWCVVYRIELAKFSPEYSAEETTLLGIDPT
DGRILLNTGCSLGYYDPNKVELETIYSVGDSEPGYKFCPVFCQESLVLPFME*                           
>Bdis_3g29370                                                                   
MSADRHGCRVGKQEAETDHGCPLPEEIVEDILSLLPVKSLARFRCVSPEWNDLIGSPEFAKLHSERSRGKGRLFLKPRGH
RLFYVWKCKTGAAPVLETILDDWRQPTSSLSASLATASSSRAS*                                    
>Bdis_3g30187                                                                   
MDLIITGENNMMGKRWEDMDTDVLVKIFKELNLVELSPVSQVCRLWRMACADPLIWGTLDFGLLKSNFIQTRASPYIWVD
ERSDKRLAKILRLAVAISLGNVNCMIFHYNLYMKDEHLQYISQRFPHIKRLVMPAWNRITKMGICLAIQRWERLESLTMP
TIGHPPYIMEELSRRCKNFKELKVMGSFDHTFALAVSTYLPKLKVLSLRCSKVRMDALQCVLTSMEHLEVLNISHCLLFE
IAANGRRQVIHELDDKTLESASRLREFHHCQSRQCVACQRMLQDDGILRWYRYEDWFWRRDEVSSLDLKDYGRLFGAQCE
MLTSVD*                                                                         
>Bdis_3g31350                                                                   
MTSTGSPGARRRRHGCASVATDGASRDWSSLPAELLLCVFALLLSDADRVRFRAVCRRWASAAGAWRPRPWLVGSRTDRS
GQGAATSSFWLSRAGRLLPFPAEIPPGLEYLSSSSHGYLVLSDPSRAGPGGGKAITLLNPSTGRRVPLPPIGFFKKWHDV
HTVVLSADPAMSGGGEWTAVASAFPANCLAYYCSAAGVWTALNFRVTGYVGVEHFRGRFYVAFKRNIYVLVHDLNQRGGQ
PVLPLGDAVEGDFPGAGGRKDYDFPGGRASAVDTHLVESEGQLLLVWVRGGDGYSSDDDLRDYDNVIVGDDDELEVVTRS
NNRRTVEVHRVELVGDGAVRLEPVYSLGAGRCALFLGRNRAFTLSPAEFPACRANCVYLLDRQGHPNGVVTVLNVERSCK
ETIYPEEGLRGWTSAGWARRGWFFANY*                                                    
>Bdis_3g32427                                                                   
MNHDPARAAIVLVHSALTEPAAAAAEEEEEQESQVPALTTISALGDELIREIFLRLPSLPTLVRAALTCRGLLRAVRSSP
AFRRRFRELHPPPILGVFLDIYDDDEVLPAFAPVRRRSDPDHAAAVRGIDVFLTRLPDDGERNYDDDDYYDYDYEEDNDG
DEPGWSMSECRDGYAVLINWNTKQLAVYDPLTGALHLLPVPPDEIYKRRQVEFHVFSFEEDHGSFRVVCVSSDGLAAAVL
SSDTSKWQIFPLNEDVGLQAEGGHYWPHTGTLVNGSVYRTFANGTNVFVLNITTLQCSQIDLPLCVSGTDSFKIGETKDG
KLCLVYASELTLVVWVWRSGDDGINRWMRVKRFRLHNAISEIPQHCSDECLTLKVVGIIGGIVYLSTDSSDPRCWFLSFC
LENEELNKLCCVTQSVHYYPYIMAWPNSFVHNKVNPLLEEA                                       
>Bdis_3g32455                                                                   
MKKKSPPAAPTTISDLSDDLVRKVFLRLPSLPSLVRAALTCRGFLRAVRSSPAFRRGFRELHPPSLLGVFLDIYDDAMPA
FAPVRCSDPDHAAAVRGADVFLTRLPYDNDNDPGWSMSECRDGYVVLVNWIAKQVAVYKQPSHTGPASLPRATR      
>Bdis_3g32457                                                                   
MKPSLASPIDDEDLLTEILLRLPARPSSLTRASLVCKLWRRLVTDPQFLRRFCAHHREPPAIGVFLNFYRGDLSFRSVLD
PPDSIPPEKFSVQLTDGIEDGGVWSFRRCRHGRVVFTSGDHLGTGCRQVLVWDPVTGDRSRIGSPPPQLDHDWSTSHVQA
EVLCVAGDKDHVHGACHSSPFKVVLVCGDRSVARACVYSSETGTWGEIISTAIPYSPLSCVGIGSRSILLGNSLYWIIFG
CKIAILELDLDTQRLAVIKVPPDAHVGHHGIYLSKLGGGLGFIVVSDDYVAQLWVRMTDFDGVAGWIPAQTIELGKLLPL
RPREWTNLQTVLGVAGEDNVIFVSTNSGVFVVHLESMQLKKFFESNPFADCSTSTIHLFTSFCAAGSMLVNI*       
>Bdis_3g32860                                                                   



MAAPPPQAQNPSDCSSGSGGRRIRLLPGDHLFSTLAPYLGFADHLALRLVSRSWRFFCRRVGRSPPPFPWLMLPQPASAG
GPSSARHAPAPASVRRQFYDIPGGRAYAYDIPGEGYYRCVASSTFGWLVLVAVDAPPRRLLLVNPLTRHADGGVWPFGDK
RAPTGAVHGPSPVPDDRRHMWLSSRTTLLAMRPATTEAWRSCACRDRYDAASSDMVVVGSMVYLVDGRGKIWRADLADPE
PKVERRNPAFPLPSGSEIGVTRRHYLVESLGHVHLVVLSGGDSEHRCRVALFRLDWDRKAWAREDCARGNRVLLLGRGCS
ASVPAAPARRPPGMVLFAHQPSLIPVAGGGGSAWFWVESWVDHDLPVLKKKTQHQEGEFTNGDSFWFFPAMLPDVTATVM
R*                                                                              
>Bdis_3g33510                                                                   
MTTRRVRRRTCREKGKGKEVVEEEGRVVEEGRSLRGCVAAEDGDGGREEVGGEGVDWTLLPDDTALQLFARLSYRDRASL
GATCRTWRALGSSPCLWSALDLRPHRCDAQVASSLASRCGGLRRLRLRGHEAAAAVASCLRARDLREVVADGCRGLTDAT
LAVLAARHEALESLQIGPDPLEHVSSDALHHVALCCSRLRRLRLSGLREATADAIGALARHCPHLEDVAFLDCVVVDESA
LGDIHSLRFLSVAGCLNMKWATASASWAQLPSLVAVDVSRTDVSPNAISRLISHSKTLELICAVNCKSVEEEQAHDPAVF
RNSKGKLVLTITSDIFKSIASLFPGKAVKEHGVFNECNWRDKNKVLGHMMSWLEWILSQSLLRIAESNPYGMDEFWLQQG
TSMLLSLVKSSQEDVQERAATTIATYVVIDDETANVDAARSEAVMRDGGIPLLLDLARCSRVSAQSEAAKAIANLSVNAK
VAKVVADEGGITIFTNLAKSTNRLVAEEAAGGLWNLSVGEEHKASIAAAGGIKALVDLIFRWPAGTDGVLERAAGALANL
AADDKCSLEVAKAGGVHALVTLARSCKLEGVLEQAARALANLAAHGDNNNNNAAVGQEAGALEALVQLTCSQNEGVRQEA
AGALWNLSFDDRNREAIAAAGGVQALVSLAQECLNASEGLQERAAGALWGLSVSESNSIAIGQEGGVAPLLTMAQSDAED
VHETAAGALWNLAFYSSNALRIVEEGGVPILVHLCSSSGSKMARFMSALALAYMFDRRMDEVAIVGTSSEGSSKGATVEG
ARRMALKHIQLFVLTFSDPQVFSTAAASSAPAALSQVAEAVFIQEAGHLRCSGAEIGRFVAMLRNPTSVLRACAAFALLQ
FTIPGGRHAVHHAGLLQKAGAARVLRAAAAATSASIEAKVFARIVLRNLEHHQAGTSI*                     
>Bdis_3g35420                                                                   
MAMAAALRRFTCLALVLLVLLHITTVEHPRRATNDAVPVPPRAFLRAAMDTGIPSTGMGHAPSPPLTPYSEGSPLRRLDN
VSASASASASVTASEVDAAALPPHDVAVPTTRPPTNVQAPRCVCTCTCTRRAPAAALVGLTRALPLLLAVPFLPPPLAAL
AALSSLASPARARVSDDCFQLTHATCAVYPYDAATRTVDRSYPVADMRSVCLHPLCEARSCLRNISVACGELNGRWGDPL
HAYCTVATLEAKGDAWTYLPVQLPLADPHGVAASGGEVCYVELTHFSYREGYYVRCPLYDCSHVPRLSCTEFPPVAVAEA
VWEHRRTTYRGTVGEKFVSCPELLCFNEATLVLRSMPAIHGQPKASTVPELPDDLVTEVLLRLPARSLARFRCVCPCWDA
EITSGSFKERHLLRASKAARLAFVPRAPRSCSTPLPFWLRCSDCSRVIGTKPCRGVFLAENCEGAYSVCNPSTGGVVRLP
LLRGRHPRFNSAGIGFDSQTGDYKVVNLMVDPRRGSQCHVLTVGAAGGIGIWRPPAASAAAAGHQISVIKDDDAMAGIFV
DRDVDPVIADGRLHWICRTSFSVYNEPHVILSFSLADECFRQLPQPLFSASDVDVPIVCRDISRGRIKLLGRTTPGSVQE
FVVMPAGRALVELDGGLCIVRDVRRRNDVGNRLLEIWRLQDCEAGTWSMDYSISLTEEVAKQQQLTRPWLVVLPVCYLGS
EQDTQAASRKLLLVTTAHEAYVHDPATNSLETVAVDGFVPADQGTSPFPLSDFVRHLLYQESLVQFVGMEHGRGSVIDEL
RMVPLSLT*                                                                       
>Bdis_3g35500                                                                   
MASESETWANLNQDVLGRIFRYLPTLTDRVHASAVCRHWRFVAVERENQPAELPWLLMPSTASTSHFRVFGGTTHQEYSR
HVPVGARFCGSFPGGWFVVQLHAPRGRYALLNLLSGKQIALPDNMEAPVRSNSGIQHNNLYPVLAIHAAVLSAAPTPDGA
YIVAAITSGKTNIAFWRPGMAHWSPPLHTEVGRRASWADEMIPADEDRFGSMEDLVHYRRGDFGCFCVLTTTEIVYNYEL
VIADDGVLTMRRTGTAPTRMFGAVGGAEEPIARYLVVSGEDLLIVRRFESLPVAPDVIGFHVVRLQDRRGARYTLNCWDI
PGQLLFLGRGCSRAYTTAVRTNPGGYIYFLHADRFPGSTTIGYRCSDTGRCDYRRFLLEIQRVLPRGPVSDCSPWIWFFH
*                                                                               
>Bdis_3g37967                                                                   
MDALPDGVVLSILSQLSNARDVAACAGVSRCWRDCVPFLPSLYFQRSAFDAAQGGARTAADDAIGRMVEAAARLEELVIY
CPFSAALLPRWLAMRSASLRRLELRVDSAANKAAAAFGDSGAGSGHLDCIGVVPNLQELRLWGLTMTRAPAWGQLERLRV
MEIVGASLVDLAVCAAVAACPNLTDLALLGCECSGSVIFAPPLLERCRLDFVGNGSCTLALAAPRVESLEVHGFNWISLQ
GGAHLKRLTIAKNSGTLYTVAMERLPVLEELSMRGVQWSWGAVSAVLHCAIEVKHLVMKVEFCGEHDTLQPFPEVDLVEF
FNSHPKLRKFEIHGAMFAALCQKNSLKNLDSRFSMSYLEEVLITVRSPLNAEQKLITLESLVRYSPRLRKMAIRISQMKN
CHEAADDFFEEICKFVQNNYGRVRIE*                                                     
>Bdis_3g38590                                                                   
MNDVLLACFQWLKERAHPVNKTGDPQGDKRIRYSVPELPEEIWHNIHSLLPLPDAARAGCVSRTFLNFWRCHPYLIFSRE
TLGLNGNACGGSKVARIFINRVDSIMRRHSGIGVKTFQLRCFCSDFNPSYLNRWLQIAITPGIEKLELRLPASGMKYNFP
CSLLFSGNGNSIRHLKLVRCGFHPTTGLGCLRTLFLSQVNISGDQLGYLLSNSLALEKLYLSHCKKIICLKIPWLLHRLS
SLTVLDCALEVLENKAPNLRKVCVDGALIKLPLGDLLQVRDLTVFGERECNFVHYARAKLPSIVPNLETLSISSASEMFS
TPIVPVKFLHLKSLRITFDVALGAFSPAYDYFSLACFLDACPVLETFKLHVSQTRVKHDLISGDSLHLRQMPEQCYGNIK
NVKIIGFCSAKSMVELTCHILENATSLECLTLDTICDNWGEHADRTRVHKIGECFRVDKQMIREALKGLVAIERYVVGKV
PPTVKLNVKKPCNLCHVVK*                                                            
>Bdis_3g38707                                                                   
MIRRRSSSPALPAAAPLPDDDDLLREILLRLPPQPSSLPRASLVSKRWRRLASDPGFFRRFREHHRKPPLLGFFSRFPHG
AEFTPMREPPNRIPAGRFSLPENGDEHWDLVDCRHGLALLLNRKRLKALRCCALPTAMFPVIAT                
>Bdis_3g39130                                                                   
MDQPGWDFPAACDVLEQILLRLPPSARRRLRLVCRLWREVVDERTPEKRSRPALLFQTGKRSACVLEGDVSSRPRARCRD
LWAGGRGGTFGERYKGMSIVGTRNGLLCLCDDAEAGGAITLANPATGETLPLPLPPCSDQLIRRTRYYWGSWSTVTSKHQ
AYSFAYHATTGRYQVVHVPCYMDRNGRFDAVQVFTLGDTSWRDVSVPHATTCSLDAGVVSVGGVAYWVTNDEKIASLDLE
EEEEGGRFAPVKPPPGLALAGPKCHLTELRGALGVAVSNGSPALEKIEVWVLEGSGREERSWSRRYNVEVHVARGLRQQL
TRPRFVYGDYVLTRASENRRWVLCGNKVSGGGGGGGGRRKRKQLQCGVVRISGKKRGVVIGPSGGHGGVFAYVETTEPLS



VYRASDCRWIYRP*                                                                  
>Bdis_3g41110                                                                   
METISPKKKTCSVTSVDSDTRFETTPNQGHEEEIVELGDDVLTEIILRLPLDSVARSKCVSKHWSAAVSDDYLRRRLPFH
ISMLCFPDNDDDSNGGKPVFYACAGGGSTLDPLDDLGSFFPWHESSVICDGSNGLLLCRSPDSSLFVISPVTKRFAALPK
PAKSAVLSVLAFDPLSSSSPSTYHVVNFTGWRDRGAAVEVYSSETRAWTAHEAGFGAVPSAALSGTMHCHGGRLFVLASG
PGLGSGPGCLVCIDLAPAQAELACAIIALPESVASDGRLASSGGRLHYVCGGEDGCLKVWALEDEGAGKQWRLKHAARVV
AVAGDEGDVVGEEVRFLAMHPEKEAVVYLWTPWKVVEYDLGKRELTGAAWELGSKRRSRPVKTWLVPASCYLSDVLLG* 
>Bdis_3g44270                                                                   
MVHLRTTFLLLLLLTRSPFTFLGLDLAFLLQMAKRKRSKKGWSEERSCPTARLTSDLFIEIISRLPVKAVGRAKCVSKTW
RNLIQHPDHRSKLPHALAGFFYNRYNDSVERLPSTMPNFTNVSGDVCPFNCPSFDFLPIHQRIELLDCCNGLLLLRLFDN
QDADAFSYVVCNPATKNWTALPNSIQSRVKLCIVRLGFDPAVSSHFHVFEFLEDEYEYDITGLGVYSSEKSEWVYTEEIG
SGDDIIRLLHDNSPSIFVNGCLHFVTMEPAVVAVDTKGKTWRIIRAPDGGSDDEEAGMGHGFIQHSQGCLHYSNLERHGE
GIQLVVYVLMEYGSQDWILKHSIDLSYLFDWRRVDLLVDFNWVAIHQECNLIFFTAGPDNTLMSYDMDRQQVRVMQSLGH
DSGTHYLLAYDSTQFMAARRTSWYQLAHLELEFMLVNPPFLKGEYDVCLAAVWSPEQQIKGFFLPAVCLATVAVQEANGS
YASSKSCESSWNQNCVLTEPWSLQYKGTRTELDNIRFRVRNFCCNRYFGCHKGLFQKIYSSSYLLFASIHNNQSFILSYG
FAGLFLKFFVNRSEMWWPEVLPLVKLLRTFHVEERSKENLSGVKFFFLVFVISFSYYIVPSYFFPSISSLSFVCWIWKRS
VTVQQLGSGLNGLGVGSFGLDWSSVTGFTGSPLMFPFFVIANTMAGFILFMYIVIPFAYWTNSFKAKSFPIISTEVYDVY
GGRYDMSRVLDERYSTFSWQHSDVVVCSASIPMIGLTVFTCEGFGNELQLPYWGVILAFLLVLLFVPPLAALRATVAQQP
FTELFAHIIIGYLCPGRPLANVVFELYSSRTIEAALEVLSTFKLGFYMKIPPREMFFAQLSLPVLGKLHFGAATLKDDAE
NSVLPS*                                                                         
>Bdis_3g44280                                                                   
MEMAAGLPVTEDLVVDILSRLPIKSLCRSKGVSRAWRDLISHPDNRSKFPHTLVGFFHSSFCCERFPVSALHFINISGKG
RPVISPSFAFLPKHESIVLLDCCNGLLLCHLQAQGAARYVVCNPTTKKWAMLPDSGLAVADKMSVARLGFDPAVSSHFHV
FEFLEEGSEDMVVALEVYSSETGGWVHKQIGWADAISFLDPESATVFLNGSLHFVSLVPAIAVVDTEGETWRIIPVCDIE
DDRLLPDLGFVQQSQGCLHYANFERHGARFRLVVYVLEAYGSQEWKLKHSAEASSIFQGRTSVDLMWSFKWMSIHPECNL
IFFIAGWDNTLMSYDMDRQQVHVIRILGHDVESQYLPYIPLYSELPELHI*                             
>Bdis_3g46700                                                                   
MGSILSMANSNVRSVDSREEHGSSSNKRAKITTTYEYGSYSRIIPALPDELSFQILARLPRIYYLKVKMVSRAWKAAITS
SELSQLRRELGVTEEWLYILTKAEANKLDCFALDPLFQKWQRLPSMPSFVNEEESTGRTRFSGFRMGTVVGSSIRVADFV
RGWFSRRYGLDQMPFCGCSVGVADGCLYVLGGFSKAVALKCVWRYNPCLNLWQEVNPMMSGRAFSKASLLKSKLYVVGGV
SRGQNGLLPLRSGEVFDPKTGLWSELPEMPFVKAQVLPTAFLADVLKPIATGMASYKGKLYVPQSLYSWPFFFDIGGEIY
DSELNSWSSMPDGLGDGWPARQAGTKLGMVVNDELYTLEPSSSLDSGQIKKYDSEEDVWRTIVPQVPVHDFTDAESPYLL
ASLHGRLHVITKGANNNLQVMQAVLQNSTESVPHEENVLWSIVASKNFGAAELVSCQVLDV*                  
>Bdis_3g46950                                                                   
MKCRSDSSGGDDPWAPRPPAPPAAGDGSSNEPTKKQRTDRPSSSAQAGASSSSQAEPPQQQQLTPDAREDGEPPRVPDLG
DDLMFEVLRRAEARTLAASACVSRGLRQLAQDERLWEAACVREWANLGFSEQQLRRVVLSLGGFRRLHAVHIRPLQRRGA
GVPRQGRRQLPVRLGRDQVQLSLSLFSIGFFQSMPNAPLPKKDKGNDSDKSGGGQCG*                      
>Bdis_3g47920                                                                   
MVECTMVSTLLDGLPNEVALQCLARVPFVFHPVLQLVCRSWRASVCSGELLNVRNQIGAAEELLCVLAFEPENVWQLYDP
LRDKWITLPIMPSQIRNIARFGVASVAGRLYVIGGGSDRVDPLTGDHDTIFASNEVWSYDPLHRLWTQRAPMLVARAMFA
CCALDGKIIVAGGLTNCRKSISEAEIYDPEADTWESLPDLHHAHPSACSGLVIKDKMHVFHKGISTVQILEDGGGYWAVE
DCSWLQGPMAMVGGELYVLSNSCIMKQRGENFSDKMVPCASGFQSRIGFGMIGLRDSICLFGGVIGPGPRNQCIKPLSDL
DILNVTSERPTWRPGSPMTRCRGSITGCALLRI*                                              
>Bdis_3g52000                                                                   
GPANDLCFLFPHVPLLTLLASSCPLDARHRALCGSGPERFGRSRASSRKSSWFSVVCENSVQKDLKNSKKQTGRGEFQTC
RVVSYRMDGLPEELCIKIFRLLDHPSLAAAPQVCRKWNALTCDNELWRKLFEDRWGADATAFYAPEPEASKPWKDVFVVQ
DRCDRYGLGVRIIREGNDYYLIHQGEIQSYLGTSCGAKDAQLQSADAEKRQISDRILFFLGDLEAACANAKRVKA*GPAN
DLCFLFPHVPLLTLLASSCPLDARHRALCGSGPERFGRSRASSRKSSWFSVVCENSVQKDLKNSKKQTGRGEFQTCRVVS
YRMDGLPEELCIKIFRLLDHPSLAAAPQGSLPSSKAIKSVIFRRISCISTSNFWWPELFHPSFPNYRP*           
>Bdis_3g52230                                                                   
MRTKHLIPNNAAGLTYASAYAARQDYGDGGGGDPFEGFPDAVLGLIVSKLPFRSAVAASAVSRRWRGALAAAPALDLDFP
AAFPAAPRRRTAFAAAATAALACAQHHPLRRLRLALDGFFDQVFAATAAGHVASWLAAAAARGVEQLELHLPRSRLAVIP
PSLLACTNLTSLTLRLDHYALPLPSLCPLTGLRRLHLASVSLAGCDDFLEDLFSHCAQLSHLILERCHMGALRLAGTRQL
CSLAITDCSWTQQSSITISEMPALRALRYSGEMANRHMIDGAHSLHEVVLAIEKPPVKLQEPNIRALLALVGNVRNLVLS
PWCIEQFARPEEWLNLRLDMVSRLACIIQRKEEGALSIAPLLANCPNVEELSVSVVPSQGNRRRCNGDRVKYGVMGGKGG
IMRNLRTIRMEYIDENKSGLELVKLLLKNAPMLEMMTIVPSMDGLELAKFRCRVLKFRKASRNASIQFRSTA*       
>Bdis_3g52767                                                                   
MSLKSIVRELKEMRDGIGSMSRRAGGSDGRVGHGHSRGGSRHSWPGLWPEPQSQPQRQGQEPQQQGQWANLPPELLLDVI
QRVEASEAVWPSRRQVVACAAVCRSWREVTKDVVKTLEECGRITFPISLKQPGPRDHPVQCFVRRDRATSTYLLYLGLSP
SLHVENDKLLLAARKIRRATRTSFVISLISDDFSHSSSTYVGKLKPNFLGTKFTIIDSQPPCDAAVLPNNRPSKRHSKQV
SPRLPLGNYNVATVSYELTVLRNRGPRRMQCTMHSIPALCIQEGGKAPTPTGIIHSLDDQVSTLSTSKGKEPNVEFSSTS
LSTDLSGQICTSEAPMLLKNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLVASVDPSLGVPAAEQEKVILQFGKIGKDIF



TMDYRYPLSAFQAFAICLTSFDTKPACE*                                                   
>Bdis_3g54590                                                                   
MGNILNLMLGATTLEHCHQKKCHQGRISDNLFEPLHILVFRAILNRARCKASYQKGIADSQFQLLSILICIAMSARRRQV
YEEGTPDDQFKLYSILICGVISDYICQKLMHENRISNDPLEKLPEDVLCIILSTLPLDKAARTSTVSRKWRFLWTVRPKL
SFDGITVHGKNTCMKHQYFRKFIDNVDAVLAQCHVSVVDELAIKVDFDTMLVIHLDNWVNFMVSSRTKFLTLDLAPEDFQ
GRDDRYLFPFKLLDSGSISRLQEIHLSFGHLQPPIGFSGFPNLRKLDLNLMNVSRKDLEEMLSNCCNLSIVRCHLEDELK
VNGPLPHLLYLNISFCGITKIVLRGVQLTTFIYKGTPVCIDLGKSSRLENADICFSKATLEDATTQLVNVFTHVQNLIFD
TFCKSTEMPYLVHTRCKFSQLRHLKLLLLFENEVDTLSLVSFMMSAPFIENFEITFNVDPLLYTEHVPTKTRRERPYKYL
KNVCMKAFQGSRGQLEFLSHVVENAPSLEFLTLDSWRPLLEYVKDADRTRFVDSAHRTARRCLQGKISPKCSLRLL*MGN
ILNLMLGATTLEHCHQKKCHQGRISDNLFEPLHILVFRAILNRARCKASYQKGIADSQFQLLSILICIAMSARRRQVYEE
GTPDDQFKLYSILICGVISDYICQKLMHENRISNDPLEKLPEDVLCIILSTLPLDKAARTSTVSRKWRFLWTVRPKLSFD
GITVHGKNTCMKHQYFRKFIDNVDAVLAQCHVSVVDELAIKVDFDTMLVIHLDNWVNFMVSSRTKFLTLDLAPEDFQGRD
DRYLFPFKLLDSGSISRLQEIHLSFGHLQPPIGFSGFPNLRKLDLNLMNVSRKDLEEMLSNCCNLSIVRCHLEDELKVNG
PLPHLLYLNISFCGITKIVLRGVQLTTFIYKGTPVCIDLGKSSRLENADICFSKATLEDATTQLVNVFTHVQNLIFDTFC
KSTEVC*                                                                         
>Bdis_3g55007                                                                   
MQLDRATGAEWFALSASGMQIARRRHRRRKRARSIGCRRSSWSTCYPLTSPACACRVAAVSRAFRAAAYSDALWSRDLPQ
FAKGEFPRRTLLFWTKKSLFRRLSEQPTYLPGKLIRMQLDRATGVQCFAISARAMQIWWPKERPWSYVHWYPVLCSCGCI
EGGHRRFQGVVLHCVHRLDVRAKFPRKLLSQDTTYAAYMLFKHRTSYKLKHLTHLELEASVGVAGSESTRRVALRGYVDD
RPGYRIGQPSSREYVLPSHAAICPGKGDIVFPRKRDGDDWLEVELGEFHNEKGDDSGEVSMSVVDTVEGRYRGKETWKRR
LPRARSIGCRRSSWCTCYPSRRRWPPAAPQPSPASCEIARLPDDLLATIITLTSPRDACRAAAVSRAFRAAADSDDVWSR
FLPRDLPRFVDSTEISLSMTPSSKKERFLRLSDHPALLLGRVTSMWLDKFTGGKCYTLSARALDISSAGDEPDNWRWTHA
DVLRDVKTGESQEFRIRGIVENSRFSFQLNPFVCLCFRLIDGEGSSLVRKNNVQILVSI                     
>Bdis_3g55630                                                                   
MPPGGGDHGRTEHHHPPASGRDDDAPPHPQPLFPAPTEEAFEISKKKKLEEEEEYLPENALFEILSRVPYKSLCRFRCVS
KPWLALCSDPAIRKLSPQTLSGFFFNDHRGLSFRNLSRGGAPLIDPALPFTRRIHLLKCWES*                 
>Bdis_3g55640                                                                   
MKFNRRRRSRAKAAAGNGDRLSKLPNDVLLNILERVDTLDAVRTCILSKQMLNLPAKLSRIVIDNEYLVLNTSCGNVRMN
SCVVDVTEKILGTRSPQITIRELKLRFILRRHDCLSIGKSVARAMSTQKLDGAEFKILTEKESKDCTTADLLLYAKQFNA
FLSDCPDAFAGLTRLYLQNMRFCEFDIPNILSTCNRLESLCLYECDAGIHSTLQIWVQLECPKVLAPVLDKLRHVNLDNL
PEECDITWTMFFLEAAPSLEELCITVWDHKCQMESQDSFYKKRDVKWEPSAADLKHKKLATLTIYGFQPDNNFTGYVKRI
MAAAVNIKEVCLHDRKQCEFCAEDGIKAGHAGRPQNLLPIQANAAPPGHAHPDRHRHLASTVVSDHARPSVPSQQRHGRR
RQQDPKHDASASHHDRRPPAQAQVPPDHWCGRAKRQGYSEKTNVEWEPAADLKHKSLAKLTIYGFQSDDNFTGYVRRVMR
AAANIEEVSLHDRKACEHCAEDGDKLLKAAAEAEANRDRLSNLPDDVLLNILERLGTLDAIRTCILSKQMLHLPAMLTRI
DIGLSPLSPSPRNALTTHIGLLRANNAVADAANKILCSRPPPPHTVIAVRQVKLRFLLKLHWCLSHSCQEPGSLGSRNEV
AGRGSLPLGQTEEELPWWIDLCDPDPKLDRPTPGRGTRHRPAIPASMASSSAKPSKTPWILSVLRVEHAELVDLRIALGR
FMKAKPKPHKHSGRHATFKLSQLLANAPSMSDLHLDFASEKIRVLPERPKVLAAAPLLGRLRLELCITVWDHWCGRVRRQ
GYSQKTNVEWEPAAELKHKSLAKLTIYGFQSNDNFTGYIRCVMRAAVNLKEVSLHDRKACRLCAKDGNKVRPSRYPGTNE
EKDSSREKITQGLGLAKASRPAAIHFRS*                                                   
>Bdis_3g56087                                                                   
MGKDLDDRLSNLPDDILLTILDRLNVRDAARTAVLSTRWSKLPAMLSRLIINVWDFRPPDVSEFREDEFAQTNAAAIEAT
KSMLERRDSTRNRIHQLSVTFFLRESDPISIGHTVAQTMATHKVGMAEFIVLTKKEPIGCDERDLIDYGQQFMLFFDACP
DAFAGITRLHLENLRFGESDISNVLVTCKQLKDLRFLNCDSEGVTTLQMEHSQLSELSIVDCRLGKVMLNWLPQLTRMTF
EGWIAFHYALSVVYAPLLEVVNLTNVGLSWHKMIELSKFLRGTSVRDLKLGFKSEKIWVQPECLTKSLSSVFCQLRFLNL
DDIPEGYNLTWTLFVLKAAPSLKELWMTVWDHLCKMETDEKRRAVSYSENKGVEWESSALDFQHRSLATLTIFGFESEEY
MVSYVRGVMEAAVNLEEVFLYHRLTCGKCRANPNTLKRIRYPWTKRQRSSVKKRITDGVDSFAIIHFPTGSVRGDHIAKK
KVPVVFSF*                                                                       
>Bdis_3g56200                                                                   
MSVSRQRPPATGISISSPRRRSIPDDLIINEILILLPVKSLLRCRCVCKAWHSAISSRHLIELHRQQSQSKVHLLHGSYD
IPHGVNSINIERLTEEDKLEDYYRLPLLENFVMINSCRDLICLAYDDGYLLSNPATRELVYVPHASWDLDDTHFTGFGFV
SSLGKYKVISITLGTPDTCEVFTVGLDCSWWKAESPPCPAFTVSGRTSYVNGNLHMLSQDSFDENGKLLLFNLEKEAWSV
KPLPDWPSEFDWPIELREMQGLLCFICCIPDNRIDIWILRDYANNVWSKGFVIDVTQVVGMPDEMDFGLGPHYFGWFPLE
VMTDGRILLQKDAIDDDRWFYYDPWDGSIQLADQTGMFHRTLRYGENLVPILGF*MKCRSIPDDLIINEILILLPVKSLL
RCRCVCKAWHSAISSRHLIELHRQQSQSKVHLLHGSYDIPHGVNSINIERLTEEDKLEDYYRLPLLENFVMINSCRDLIC
LAYDDGYLLSNPATRELVYVPHASWDLDDTHFTGFGFVSSLGKYKVISITLGTPDTCEVFTVGLDCSWWKAESPPCPAFT
VSGRTSYVNGNLHMLSQDSFDENGKLLLFNLEKEAWSVKPLPDWPSEFDWPIELREMQGLLCFICCIPDNRIDIWILRDY
ANNVWSKGFVIDVTQVVGMPDEMDFGLGPHYFGWFPLEVMTDGRILLQKDAIDDDRWFYYDPWDGSIQLADQTGMFHRTL
RYGENLVPILGF*                                                                   
>Bdis_3g56980                                                                   
MKNRKGRRSRNKATCNEAATSNGDRFSTLPDDILLNVLERVETLDALRTCILSKRMLKLPTMLSHIDVDIYSLAYYGSFR
DLVRINGAVADVTENILSTRSPEIPIRKLKVRFVLRHYDFLSIVKSFARAMATQKVEKAEIEIMTEKIKYQYCTPADRLD
SAKKFNTILDACPDAFPGLTSLWLHNMSFGELDIPNILSTCKRLQSFHLTYCDTGTRSVLQIEHDQLIELEIDYGKFETV



KLTYLPKLQQVSYNNWCYEDQPLSFGFVPQLSKLSLTRTAVRSDRALELSQVLANFPSISELHLDFQSEKRFGFYQNARN
CLRLCLANYGLWIWTIFLKDVILLGQCSFFKLHPSLRSYASQYGIIGATW*                             
>Bdis_3g60596                                                                   
MPAGAPELDRLSALPDDLLHRVFGFLDVRMAVGLSLLSRRWRHLWASMPRVDLDDRSSLRAVASNPTHTEGGPLADSPPN
PKSKWEWKGRIGSTNHLDTHLLCGERWGEDVPRAVLSENASG                                      
>Bdis_3g61090                                                                   
MEDDTTTTAAKDAVSMVLRLDGLLIEILLRVAFPTTLVRAAAVCKRWYHLASDMGFLRRFRKLNPPRLLGLYIHGSPVSS
TQRFVPVLPEPPELLAAAVRTVEGYSFPTRESEANLARHSVLIQNKVYMTVTMRDISVLDLNTSSFSTVQLPDGVQHPAS
DFMLSCTPDGSSIYLVELKDFQLCIWIYKGGCWSIGDRILLVMCAGLMISDCTIEDAHSSSPWIKHVGDHAEFVLLQMGR
HVRYLDTRCRTLRTLYEMSAEEQAWESIAIIPFMMIWPPVFPSLRNCNVQK*                            
>Bdis_4g01110                                                                   
MPPPPPALLDELVEEILLHLPPDEPASLLRASLVCKRWRRRLSDPRFLRRYRELHGAPPMLGIICTMNELRQRGSIYLVA
RFVSNTGFRPSPVEIEGFSVLDCRHGRVLLHYQSLFVNEKPDLVVWDPLTGSQRRLRQPDVQCETCNAAVHCAAAEGCSC
DHGDCSGGPFRIIFVCTDTDKPGVALAFAYSSVTGEWSAPASLPLGADNVELEEWPGSPGVLVGDALYFLLAGRAGVLKY
DLGRHCLSVIQLPMPTAADNFHYAGPYLVAANDGVLGLAFNNMFTLKLWSMEACRDGVATTWAHHRVIHLNTLLPTEDPA
ISLEIATFVEGTHMVIVITDLDYYTIDLKSLRSMKLKLPESERKSMRPTGRRKCFGIFPYMRFYHPPGRLVYHSTDADEP
DNAGLGLRLARN*                                                                   
>Bdis_4g01513                                                                   
MDLVGQRSHHRVLTMVPEETKSKKQKNEDCIINCLPRDLMERVFLKLPVSTLVTCFIVCKHWYHFIRDPQFVTAHLQHAP
RYALLFFPQELALGKLYPSDAILIDEAWSPSTYAVPVIGPDDFLFGSCNGLLGLYTKTSTIKIANLATGECLHLEKPVKN
MRGDHFSFYNFGFHPVTEEYKITHFLGDCADAEAHPRNKHRFSVIQVYTLGDEKWRDIPTPEILSLDIVRNSGVVNVDGK
MFWLTEQMTASWQHAVISFDLKEECFSMIQLPEEREDRAYIQYGPREFWIRDIDDKICIITAQSASFDVRFLVGELQIWT
LDNILEQRWSKKYSIQNPPNYIPGPHFVHKDRFMAQLTDCSVWSSELLRENFEINESKMTKLLDFNPHKLRHMQSYMCVK
SLVNLDAYKKAGIVRTPKQRAGWESKKWEAWEDQLRKVEVMGCRVHKFEHDLLEGLQSGSDGEALRAGVSRLRKEAHNDL
ME*                                                                             
>Bdis_4g01972                                                                   
MSNTLHRGQAAPLDDDDDLLSSILLRLPPLPSSLPRAALVCSRWRRLVSDPAFPLRFRLHHRRDPAPAPLIGFFDTYHGV
SFQPSMDAPDRVPRGRFSLRIDDRYRSLEWRHGLGLFHLPIPRQVLVWDPVSGAQRRVAVPAGFHQTMGLQICAAVVRAP
AAAGDDALRFQVVFVGSGEPHTRTALACVYSSETGAVSDFVSAPLAYSGDPISFTGMPAVLIGGSLCWLVAAGPPSILEF
DLYRQSLAVTSLPVEMFAGAPYTVMQLGGGGMTVMRAEGGGMALGILFVSDFTAQFWKKETDCDGAVSWVRGRSIELDRL
LPLDSAKQPPHTIGFAEENNVVFLWTVSGVFIVHLESLQFKKLLETDVVSRYYPLEMVYTADISGGHNGAEVVTHRWWKR
WTRHIRQLFS*                                                                     
>Bdis_4g02620                                                                   
MAATGSDATSSVPHPVAVAPPETSDAAAAALLRVEKKKARGSYNCGRCGMPKKGHVCPIPGPPAAGSALPPRRALSFDEE
PPLLAVPLASASPALALPRPPEKKKARVDVAVVDLDDGASSDPEPAWERWVDVGLGPRRRVAGEVLVEVLRRLPPRAVAA
AAGVSRGWRDSARRVWRAAEEIRLRAAGVGPVGALLPRCPALTRLVLRMESDVDATMLACLAFSCPNLQSLEISMADSAV
NRMTGGELARFVSEKRSLSVLKVDRCSSLDFLNISSPSLSTLWLSDLSSLTKSVINCPNLKELSLDFAQQNNDSTDLISL
MDSLGHTCPDLRNLHISSVHLCNEVVFALETANLRGLCMLSLLLGKKITDAAVASIVRSYASLELLDLSGSNITDNALGM
ISKTFPNTLTRLLLAMCLNITSCGVQMVAAQLPLLQLLDCGKSLCANTQPEAKRSSYFGDLSGGIRFCSKPQAVRKQQPT
GQKLIIKHTNLRKLSLWGCSAIDALYVNCPELNDLNLNSCTNLNPERLLLQCPNLKDVHVSGCRDMLIGAIRNQVLNEFA
MAEPRLPCKRLADGSKRVQVPHFMLEQLLEDEKSGGGACRIQCAVHLN*                               
>Bdis_4g02786                                                                   
MGDEEREDQQPVARLPVDLLAEVLRRVPPRWLAASRCVCRAWRDAVDGRRLLRADLLPLSVAGLFIHLDDHLFPEFLSCP
SNSSSSRAVSGRLDFLRSVNPNYDPNALPIGATVGTCWEDAGDWRDYRVLDHCNGLLLLQQWVVNPATGWWDTLPPSPAK
PDSWNLQNREHLVYDPMISPHYEVFIIPCLDNYNGHRGDGPLLEESEWPPSLCKMHVFSSRSGCWEERFFARQGDAAGAA
SEMRVIWEQYSAAYVRATLYVCYVAGFVMRICLTDNTYRVIKSPMDAKWELYPYLGVVRSEKGVYFVALNNGWLRVWILD
ESGDEIEWMLKHEKYLKPMAARLRFHGRFHGDWILEDINYNLFHYDAKTNDKTDNFYLEDNKKAIVVENVERNFNIDNAL
GNGDMVEDFYDYKKAIVEEKFECNWANDDDNVKNKDMVKDFYLEDSKKTEVTENVEWNFNYDSVLGSVDEVEEYLWYDIK
ILGFHPYKEIVFMTTDSLQTGYAYHLNSSKIEGLGNIYPRDLLFFKELVNERENILSCFPYTPCWIDELPRNN       
>Bdis_4g02792                                                                   
MGDEEREDQQPVARLPVDLLAEVLRRVPPRWLAASRCVCRAWRDAVDGRRLLRADLLPLSVAGLFFHLDEHLFPEFLSCP
ASSSRAVSGSLGCLRSINPNYSPDPNPCAENNYAGHICEEAGDWEDYRVLDQCNGLLLLRQWLVNHLTLPREGGILFPSS
RVAGQSCSRESVVRVP                                                                
>Bdis_4g04740                                                                   
MEMETDWSKLPMDLLTSIFAKLAPVEVLMGAGLVCHSWLEAAKLPDLLWRSLDMKHLNSNNNAVLKNKHFLRTMAKIAMD
RADGRLETFAADLFVDDELLEYIAERSPSLKSLTLVDCSITNTTLMETVDICPRLELLHVSDCYNISVECALFAKCGRIR
TLTIIPFCDYDNYCQLSW*                                                             
>Bdis_4g04750                                                                   
MAASAHEAVMAVGGLRRRQEHVVVMEQASWVRPLLLFDLCCRAAEVVVLHGLWLGIAEATLFEEEESPQNSLGIRSEIRI
QRMLQTGSGEGMRAHQRFSFAPMEMETDWSKLPMDVLTLIFAKLGPIEILMGAGLVCHPWLEAAKLPDLLWRSLDMKHLN
SSNNAVLKNEHFLRAMARMAVDRADGRLETFAADNFVDAEPKGRHLSRALSSPTAASPTPY*                  
>Bdis_4g04760                                                                   



METDWSGLPLDLLAAIFANLSVCNVLSGAGLVCHSWLDAAKLPTLWRSVDMAPVPIGRCYEEDLCSMALVAVDRAAGRLE
AFAGAIFVSDALLRCIAERHASLSQDCGLLSGFLGIYFCKKLTLFFKAFVD*                            
>Bdis_4g04770                                                                   
MAKMNSPLHRVIDARRWDGELLLGRLFILFHAAFVDAGFLPSAAAATASTLSLRYLVPLPQLLAAVALRVCAYGRHVVFY
VDTSSVVSGAGSSDYLWACVDAVAAAPLLSGGLDGTARALRNDAVVSALWRELPERLSRRVLREICGGGALLGGTTFMSL
PEEMKLSILARLGDGEDLARVSATCSDLRRLVRGRDREFWKRIYDYNAAAPAPSPWWSWLRSWAQMDLIDLWANVRSVRP
STGAVGHGISGLPETCEEAAPGQGQRQRQTYRWKRSRRR*                                        
>Bdis_4g04790                                                                   
METARDWSSGLPVDVLAAIFGNFSVHDILTGAGLVCRSWSGAAKLPGLWRSVDMSRMPYEHLFNPGRVFMCRMAMVAVRR
AAGRLEAFAGSPYLVSLRVTGCAGVTNRALAAVVDACPRLERLHVVECPDVVIDAALEAKCARIRSLRLIPDLFHGLRP*
>Bdis_4g05490                                                                   
MELSEATTAEENQAVAPLPKEILMEILARLPAKSVGRFRCVSPDWSAMLSSAYFVDLHARRANRPDRPRLLLAPVGSSYD
DCVYSWQPGGQVEKLRSDDFAETGLLAPVTKPCHGLVLIRCTDYRGYFVCNPSTGEVLPLPDSEVPLKTIWRPSISGQPF
FYGVSYGLGYCSVTKQHKVVRLFWCNNVSSCEVFVLDKLAYWRPTAQEPPSCHVSEDKLAVFVRGHLHFLCRGADIITFN
TSSETFGSLLPPAGFEDASPLLTELDDCLCYCYGEPDSDDPYHVFLLRDYMGGRWEKLCCIERSAWPESERMLLRSLCIS
PLVMYHSDDGQRRVMFGTGACKVFAVGLDTNIPEILFTPDGTIIGSCDDDYILPLCLFEEYLGSVGRTVEEMAFSSPTTK
AWSDIFKWMPARSVSELSLPCHGLNAWSLGSWDFICNPVMGYREHIESDNDNGTSFAGRIGLGYHSAINKHVVVRVTYKE
KNLDTRDYELQCELRCEIVAFSVETEEFEVLQGPPCSHDNGRISILQLQGALCIACSDKSKNVLDIWMMMDIDTWLMRYH
IELEEFLPHYLSENTTPLVVDPKDGRILLNTGLSLGYYDPKMAALETVYSVGIVKHDCTFCPIICDESLVCPFGPS*   
>Bdis_4g06170                                                                   
MEPSPVTDSEETEGVRCGSGSSVRRPSRRPQLAEGARVLTENATRVAAANPRRARLTVLMPVRSPILRMMPLRARSASAT
FRTSPSAKALRAPVAISTIQRFVYSPNLQITQPAQHHFSLEDLPDAMLTEIIKRITLTSDLNSFSLVSKRLYTIEADQRG
AIRVGCNLCPATEALASLCTRFPNLWKVDIDYSGWTPGHGNQLDNQGFLEFSSRCPSLTDLTLSFCSRIHDSGLGCLDYC
KKLMSLRLKSAPKITSRGLLSVVVGCKSLSTLHIVDCHKIGSADWLEYLGQNGSLEELVVKNCQRISQYDLLKFGPGWME
LQKFEFMTDAGLWDHLERCYDSSYNAHNPSRYDFHCDSLKDLTFARFTTGPEIGLRNLLGKCKALEKLRLEYVHGLNDND
LIVLSKSCSKLKSISLWLTPIFHDFYKCTTSFTDDSLKALALNCPMLQTVELTFGDCEPTYPSEIGFTRKGLVMLMKSCP
IRVLVLNGANFFDDKGIKALSFAPLLETLELIDCKAITDIGMRFIVHIPRLSNLALRWCEHVTDDGVAELVQAHKLESLS
IECCLQVSLEAVQGAARSVHYYTKCVSNSLLGKRMFLKYCS*                                      
>Bdis_4g08400                                                                   
MGQCPSASRHHRHHRKLPPPPSPAAQATSPRFSSDGAAAAAEDAAAAATADYTSDLPEELLAVVFGFLGSGDRKRCSLVC
RRWLAAEAASRLRLALDARAPLLAAAPGILARFSAVSKLALKCDRRAESVGDPALALVAQRLGPGLRRLKLRSVRAVTDH
GVATLAAAAGNLRKLSVGSCAFGAKGIEAVLRSCPQLEELSVKRLRGLANSEPVAISGPRLQSLSLKELYNGQCFSCLIT
QSPNLKTLKVIRCSGDWDPVLQAVPQDALLAELHLEKLQVSDHGVSALCGLEVLYLAKAPEVTDVGLAALATKSPLLRKL
HVDGWKANRIGDRGLATVARKCAALQELVLIGVNLTSVSLELIAANCPTLERLALCGSDTFGDAEISCVATKCASLRKLC
IKACPVSDAGMDKLAEGCPRLVKVKVKKCRGVTFECAERLRASRHGALSVNFDTPGVAGELQDARSVDESGVLENAGSDT
VPDDLDDQIGIPDLSCGSSGRPSGWKARLGAFMSRSLSVSVFRRRLQASSCNS*                          
>Bdis_4g08900                                                                   
MEPQATIDVLTDDAIRDILRRLSLADLLRSALASHHWRRLAARCLPRAAPHLGYFFHPTAIGPPAPIPDPKIIDTPAEFA
PLDASSPRLSLDFAPDASVFKVYDSHQGLLLLEPVVILPKGIIPRFLVLDPATRRRTLLPPPPRDTVPGDRRWRRTRHYV
GSALLSRAHPSKLCFEVICFAIDDGHPRAWVASVDNGECCWRALPRDKELLVDFDPWWFEGRCVHAAGKIYWHICNSVHR
FLQLDTATLKFSYLPVPAVLGYRFAKYRIGETPEDGRLCIVTDGEKQLQLWVRGEARWSDNGWLLERKIVDLRVLCDSVP
GLTSDPRLRLLSVWPTDMDAARTGKVFIKTWGFGTYSFHLDTGKLERLSSKGGKDYGHPIFAYFLAWPPAFLASDY*   
>Bdis_4g10077                                                                   
MVRRRRPSSPEVQTPLNDEDLLQEILLCLPPQPSSILRAVAVSKRWRRVVLDAPFLRRFRACHRKPPLLGFFLRGVWNYP
LSFVPVMDPPNRIHGARLFGPWGFDDGSKLLGCRHGLSLFLDWSRQVVLLWDPVTSHERRVSFPLPLGYTDYVVRKATTV
VCADDEVGHVHGACLHSPFKLAVVGNASRLAFCLYL                                            
>Bdis_4g10105                                                                   
MIRRRNPLSLPSPAAALDDEDLLREILLRLPPSPSSLPRAAAVCKRWRSIVLDDDETGFFPRRFRAHHHRRQEPPPLLGF
FVRKENRLSFFPTLDPPDRIPAAAADPRPVQAHRLSPRARLLLQLDGAWTRLVNAAAVCTAASAGNVGHVHGARLLSPFK
LVVVGHDNGFERAFACVYETESGAWGDVASVRAHAMIDPFKKSVLVGNKLCWLLSGGNMLEFDLESQGLAVIEKPTGARS
TDFCEHFQVLRTEDNGIGLAICSELSIQIWERRSDSETVVRWVLQKDVQLDKVLPPRLDALNRPAWVLGYDEGTNVIFLS
ICRGQYGLKMVIDKTTKQPMCLFMYSPLR                                                   
>Bdis_4g10260                                                                   
MAEGGGGSRSGCEARDGARPVLVVSLPTHRNPRSDPATATELKGADVLPEEIVVWEILVRLPAPAVLRCRAVCSSWRRLT
SRADFLLAHHRRQPSLPLVVLQGGTATDPRRGPEDSESKPGRRLLGFDEYNSGASRSFELHGSCDGLLLLSLSDGRFSIC
SPATRQHTPLPALTNAGSIVAEALYLHGPSGEYRVLYWNEGMHLTDHHAVCYVIDVPRGRQPTCIGVPAAFPGMKLDDIA
SAGRMSVNNSRPPVLFRGCLHWDPGRSPYAGIVVFDTVAESFRWMRCAAAAATGYSTRLHDMGGSIALTCFEDCRRVAKI
WVLADYEGEVWSFKYKFPVESIYNVRHTEHLVLSHKCDMLVEANSGCYMFHCDSNGKLLHEFYLGFWGSRITGHRYKESL
SLVKYDFFPRRSRRGGARVGQPHFFR*                                                     
>Bdis_4g10270                                                                   
MAADGGGGSSRSGCGARDGARPVLVVSLPTHRNPRSAPVDTEPQRSTGAGRKESTGDAVLPEEIVVWEILVHLPAAAVLR
CRAVCRSWRRLTSRADFILAHHRRQPSLPLVVLQGGTSTDPRPSSSEDGRRVLGLDEYYDGTGRRFKLCGSCDGLLLLSL



LDRRFSICNPATRQCLPLPALTDAVGGSVVEALYLHGPSGEYRVLYWDEGTHLTDLNSVCYVMAVPQGREPRCIGIPAAF
PGMELGGIARGRRMVTNNSRSPVQFRGCLYWDPGRSPHVNMVVFDTVAESFRSMRCPAAATSYCNRLHKMGGSLGFTCFE
DCRTAAKIWVLEDREGEVWSLKYRIKFPVESMYNFGDTEHLVLSHKGDMLVQNYSGRCMFHCHSNGKLIQEFRWELWGSS
ITGHLLKESLVNHAFFPKRGAARVGQPHLFKWL*                                              
>Bdis_4g10280                                                                   
MAEDGGGGGGGGGGSSSSGCGARDGARPVLVVSLPTHRNPRSAPATEPQGRSTAVLPVEIVVWEILVHLPAAAVLRCRAV
CRSWRRLTSRADFLFAHHGRQPSLPLVMLQGGSITDPRAGSEPGPGRRVLGIDDHNDAGGGGARRRFKVHGSCDGLLLLS
VSDGRFSVCNPATRQHAPLTGLTNAVAVGAIVEAMYPHGPSGEYRVLYWKKGRHLTDHDTVCYVSVVPWGRKPRRIGAPA
AFPGMKLGGVACDWRTTVNNSRPPVLFRGCLHWDPGRSPHATIVVFDTVAESFRRMRRPAAATGYCTRLHDMGESIGLTC
FEDCRMVAKIWVPEDHEGAVWSLKYRIKFPVESMYNFGDTEHLVLSHKGDMLVQNYFGCCMFHCDSNGKLIQEFRWELWG
SSITGLLFKESLIKHAFFPKQGGACVGQLNFFPKQDGARVGQPNFFRWL*                              
>Bdis_4g10300                                                                   
MARDKLVARRTERRTLLVSLQNPRSAAEHGDAGPGATATASDSEPIAVLPLDVLLWEILIRLPAAAILRCRAVCRSWRRL
TADPGFLLAHHRRQQSLPLFVLGRSYNCHTNPAGPQRGQPLLGFDDYHHYDGHKHRYLGDFVLHASCDGLLLISNRRYNG
RAYRRFFIMCNLATRQSAPVQALKAAEPDRINIEALYLHRPSGQYRVLYWRDRKYQTKDGDRVFYILGVPRARKPRCIVL
PAAYRMVSTMKGYPDSRPPVMFRGCLHWYPSRCSLDGAVVVFDTVAESFRSMRLPADVATASSCCTRLHDMEGLIGLSCF
SGSGTIAKVWVLEDYEREVSRGIPMAILGLKLDRTFVQRKPCQACFLPQARQCPYGWTLSFHMSLIKNSVAHSKENPPFC
HVLSLQSGYNSYVDI*                                                                
>Bdis_4g10310                                                                   
MARTTSRRVLVVSLPAPAAHHQNPRLRSAADHGDGGPAESVGRRTRRRRQDAAAAIGALHQDVLIWEILARLPPAALLRC
RAVCRAWRGITSDPAFLLAHHRRQPSLPLFLLRESSTDAANPERGGRPVLGLDRGDHGYLGSFTLHASSDGLLLISNRRR
FSICNPVTRQHARVPGLAGCFNIEALYLHRPSGEYRVLYWYDGRFRANQQTFCYVLAVPRSRKPRRVVVPADCRDTADYY
DPISRPSVMLGGCLHWIPGRRPLAGTLVVFDTVAESFRSMRLPAALAAAGSCESTRLHDREGSLGLSCFDDRRRAVVNVW
VLEDYEREVWSLKYKINFSPETSRSLVFSHGGDMLLYNKCIPRSYMVHYEAKFIEEFQWGSWASYLTGHLFKESLVMLSS
RSHAVPLQLDIDVFSQDGSN*                                                           
>Bdis_4g10320                                                                   
MAAYSEPVAWRTRGRRRQAAAIAVLHPDVLIWEILARLPAATLLRCRAVCRAWSGIPSDPGFLLAHHCRQPSLPLFVLRE
SSTDAANPDRGRPLLGLDRRHLDGYVGVGPFALHASCDGLLLVSHRRRFTICNPATRQHAPVPGLDAAGSCTKVEALYPH
RPSGEYRVLYWHDDQTKNNGDEVCCYILGVPRARKRCSVPIVPAACLGIACAVMQCSHCSRPPPVMFRGCLHWDPPRHRP
SGGASLVFDTVAESFRPMRLPDAAGCCTRLHDMEGLLGLSCFDDSSTVAKLWVLEDYEREVWSLKHKINFSSVSTCNIAK
ESRHLVLSHEGDMLLYRNSSSKEGDMPSYSNSRSSYMVHSAEGKFLEEFQ*                             
>Bdis_4g10332                                                                   
MDADGVRTRSPSAAAAAMESVLGDDDLLREILRRLHGSPASLVRAALVCKRWLRLASDRAFLRAFRPRTLVGFFAYRSVL
DFPRFVPLLPPHHQQQEEEEPLRRCLGAFADAIPAIKDCRNGRLLLEFSDAALDRRLAVLTPLPHSRKPPHTSVLPPAPP
PHPQEAPLRLGRAVFLPEHGGGHDGIMLVSLRKDGRNVSADVHVLRSGGWVGPRTTAPIELPAPLPGYLSIELFDEMLPP
LHGKIFIKTNEGYIVGLDLATTRLFILELPPGVLYRLRLSYAEDSSGGLYLVNSHGFQLSVWLLRSIDCGGGAGGGSWVL
VDTFDVREGCDLLVDDNWVPKDGDRLEVIGMGDNAEYVFLNHVASGGIIYVHLRRRVVEKVFQATLTEFAGDTDKRAEEE
VMIPAVASSHVCS                                                                   
>Bdis_4g10345                                                                   
MRMLMSAPMISESDYRSGRGRRRRRTPTRILLVSLPLQNPRSAVAGHGDGGAPVAPATASSDSDQPVAKRTRSRSRASAA
GAIAVLPLDLLLWEILLRLPAAALLRCRAVCRSWRRLTSDNPGFLLAHHRRQPSLPLFVLTRSYDRNCFSICNPATRQRA
PVPGLNADAYWTNVEAMYLHRPSGEYRALYWHHRGHKNHTNNEGETLCYILRVPRAREPRHIVLPAAYRGIVHCPNPPVM
IRGCLHWDPGRCSLDTAVVFDTEAESFRSMRLPAAAFAGNSRSCTRLHDMDGMLGLSCFDESGTVAEVWVLEDYEREVWS
LKYKINFSSDSMCSLAKRHLVLSHEGDMLLYSNSSLEATWFTMRASF                                 
>Bdis_4g11060                                                                   
MDIAVDALVEILLLLPPSCRRRCRLVCRQWRDTVDRHTTEMQSRAKPLVVATGSAYIVDDLSSTGRSHRRLLWTDLVRDD
HGRNAMTSVVGTCNGLICLYDSRSPGGAIAVVNPVTNETLHIPPLPQAVWVSRGHIVSWRGSYSFAYHPTTGRYTVVHVP
CDYGKGCTDTFLQVFTLGEESPSSWRSVAVAPDEICTYLEAGVVSVDGATYWATTGDKKIVAFDFDGSDRVTSVDLLPNG
DMLSRPGSWNLAEVRGRLGVAFYHPPSISESKIEVWVLEGATTEERRWSRWYNVLTHSWHGSDFNKMIGNWHLARPHFAQ
GEDILTQDLLWDSDGLRTLSVSKHRRTSKDTNGTAGCYMVEVSERNRAMVVGAMEAGYSWDRRIFSYVETTEPLSIYMSP
V*                                                                              
>Bdis_4g11070                                                                   
MGIVLDVLVEILQRLPTSSRRRFRLVSRQWRDIIDTRTTEMQSRAKPLIVSMGSVYIVDDLPTGGHRMLWTGDATNHSER
AMRVVGTCNGLICMCENRKPGGAITVVNPVTGETLDVPALPQTAERAWSLFAGDILNWHEAYSFGYHPTTGRYKVVHVPC
DYGKTWKFRTLQVWVLEGATRTEEQRGSCWYSLVINNPGMMKTSHLARPHFAHGDHILTQDFSWDENGGPTYSVSEHMPI
KDARNARCNCNMVEISNRNQGVHVGAVKAGFSWDRRVFSCVETTEPLNIYMPPVSESKMLSPAGITC*            
>Bdis_4g11700                                                                   
MAAEAAAGVPQLPEELIIWEILTRLPAKPVGRCRAVCRSWRRGLTSDPKFLLAHHRRQPSLPLLTTEDDHERRIDAMDHR
TGEQLPVLRTDRVSAAAKNLDLDLDVLASCDGLLLVIAYGGLHICNPATRERAPVPLPQQVSCVAGLYAHRPSGSYRVLR
QEGRGRPRRVPRAHRRVRRERAPPHVLAGGRIYWHPVMLPGDGSTGKVNSMLVFDTVAESFQHLLSPVDGPFLELFEIDG
TLGLYNYRGSTANLWVLQDHERWVWSCKHRIKLPEMPFLLVPYSNADMIVLCAKGKGTGIRWQYLQHVSATDGSSSIRYK
WSVFLKLRKLRFKESLVRHSFFSANDGDSVENPLFHGLSTVTVLPDEALRNP*                           



>Bdis_4g11810                                                                   
MVDRLADLPDDLLRRVLHFAPAKEAASTSALSRRWRSLWRSSGALNLEARAHCDDRFLYVGSFVSAAKAALNSADEPVAR
LTIHATGDAYPFCRFLGGGFHSSEDHIGLVARVLCHPALRRVEELSVTAVDSLCRQDDAGSAQRIFALSLASLPSETLRV
LDLTNCSGLTPPPPPGVAFPRLVSLRLLLCAVPLDQLQRVIDAAPALAAVRLEAVDLVPATGIEDWDDDDEEEEGAGPPL
RLRCPSATTLTLENCRWPRPDRELEFDAPRLRRFRYKGTLRRFSLSPQPRPCLARADLHLISERPFSYHDPFQEARDREV
FWRSVQSLGNVKQLKLKVKWLEDIAVVGAAERAKLLCRFGGLEHLELEGAHRPKGKTAAAAIANLLRCCPAVRELRIRLT
VERRDYFPGISECPRSSLLSELRDDFNKSLDRFQHHRSQPAVSIEREHDNDVNCDEVSDLPALSGGRQFSCLQSSLRCVG
LRSRMENSDCFGAKLIKFFAQNAVLLEEMRIDDGNAKMHEHMIHKVEMWIASSSQRARSDSPGGCLVEGQEDMHINNLLS
LYLSSVAERASMQLSAMIIVYVCEFIVMFNDLELKIPVFSS*                                      
>Bdis_4g11900                                                                   
MRGRRVDLINVALPEELLEEVLLRVGGAKRDLDACALVCRRWRRLERGTRRSAKLPASGAGANELARLVAETFSALVDVR
VDERLSAGTGPGLVAVPPPGSRRRRVSGSTSARRRRMSRSRWLFPSDQTANGDGIEGNFFTDVGLTNLAEGCKGLEKLSL
KWCTNITSTGLVRISENCKNLTSLDIEACYIGDPGLVAIGEGCKRLNNLNLNYVEGATDEGLIGLIKNCGPSLISLGVTI
CAWMTDASLRAVGSHCPKLKILSLEAEHVKNEGVISVAKGCPLLKSLKLQCVGAGDEALEAIGSYCSFLESFCLNNFERF
TDRSLSSIAKGCKNLTDLVLSDCQLLTDKSLEFVARSCKKIARIKINGCQNMETAALEHIGRWCPGLLELSLIYCPRIRD
SAFLELGRGCSLLRSLHLVDCSRISDDAICHIAQGCKNLTELSIRRGYEIGDKALISVAKNCKSLKVLTLQFCERVSDTG
LSAIAEGCSLQKLNLCGCQLITDDGLTAIARGCPDLIFLDIGVLQIIGDMALAEIGEGCPQLKEIALSHCPEVTDVGLGH
LVRGCLQLQVCHMVYCKRITSTGVATVVSSCPRLKKLFVEEAKVSERTRRRAGPVLAFLCTGI*                
>Bdis_4g12810                                                                   
MDFQPLPAAAAAVVSKVLDDDLLREILLRVGFPTTLVRAALVCTRWYHHAADRAFLRRFRQRHPPRLPGFVFISGFRNHK
YTDEVHNLLFPERGVVALPQPPRVMTGNGQISTFGLFLSRGGDGCLSYIWLAMEINVSNWVSTGKTFGKVYMLQDGVWVM
HTKAMTELPHPLRQPEPLLIGDRIYMAGGTSNDILVLDLANSSFFTIQLPEGVVWPSRHEGGTEFENRDVVFSRADDSGV
YLIDMKELQLHIWLHNDHKLLLVDTICLREMCAALGMSDGMVEDEHTDAVRISQVGDNAEFLFLPMGRWTLYLDIRHRVL
RKVYEMASKEHHDGLVHPFMMIWPPAFPALKDDSTRCVFGLWVIPARF*                               
>Bdis_4g13350                                                                   
MATEFDSGGGSKRQRTDEEGEQPQRDVEEAEEDHISTLPEALRLHILALLPFKSAIRTGALSTQWRALWTYRWPAPSSLE
FRVPVQQESSRQLMEAMERRGVRRLDRFSLSLQIGGLNPEDFRRFLDYAAACSVADLDVHFSGANEVSGRAFNFRLSPGN
PRLERLSLGGVCVGLSDSFCPDTRPYSALEAIHLHRVTVSDVTIFDNTVFDLVAACPVLSTLDLRYCKGLRGRDYLPTGT
NLKSVTVAECKYVTDVMIREEDAGLLRSLRYSGGYLNANLIPTILDDLYLCFGGPDRKRSGPSIWIRTDDGELRLCKMSC
LDALINCSNLTVLTLCSSALRRVSGKARAKSVAGNAALCQLRNLREVQLLMFAMYNENLGHIMDFLMICCSSRLERLFVQ
LPTRTDQYKPYEEPSESEEDRSDSEEVVSEEDELEEELSESEGEESDEDQSEQDELEEMESRENHSKFDASEEEVSEECH
PKEDASGEQGSAEGQLKENGSKKELSDGEQSEQDELKEMESGENHSKVGASEKEVSEEYHSKGDKSEEQGSAEDQSKEDG
SKKEPSDVGQSAEEPLGDGCENLMSLKMENFKGRHNEMRLVSFVLKKSARLNQLILFTPSGHLEGLHKDHLNTSEFLETK
LLPLEKASPNAQIIVSEPDDTAVQPLHWETFVQV*                                             
>Bdis_4g13590                                                                   
MKNRKGRRSRNKETRNEAAAGNGDRISKLPDDILLNILERMDTLDALRICILSKRMLKLPTMLSQIAVNIGNLAARVDTC
AFGIREVVRINGAVVDVLENILSTRRPEITIRKLHARFVLRHYDCLSIGKSFARAMATQKVEKAEIEIMAEKSNKDCASA
DLIRFAKLFNTFLGACPDAFAGLTRLWLQNMRFGEEDIPNMLSTCKRLESLRFSFCDTGICSRLKLQHDQLVELEIDYGH
FEIIDLSCLPKLQRVSYNNWFPYEDHPLSFGFVPRLSKISLYKTGVCSDRALVLSRLLATFLSLSELHLDFRSEKIWVLP
ECPKLLVPLLGKLRLVNLDNLPEGCDIAWTMFILEAAPSLKELCITVWDHCMEIDKERRKARGLCDKANVEWKPSASDFK
HKNLAKLTIYGFLPDDNFMRYIRRVLEAAVNIKEISLHNKKVCEDCSGLDPKINVCSARYPQSDEERKHVMKELGMSWQD
VIHFQS*                                                                         
>Bdis_4g13777                                                                   
MAARRGFDSPPALPEELLEEIFLLLPPDDPARLLRASYVCKPWNRAASSRGFRRRLHERHGAPPLLGFLHNSGDPRFVST
TASPFPLPAPDRRSWRALDCRHGRALFISVADEEARVLLVWEPVTGYHQRVPAPPAALSSDFSNAAVLCAADGCDHRGCH
GGPFRVVFVCFDEELLDTFAYLYSSETGTWGEPAILSGTTFDLNQPSVLLGKSLLYFVSECASIIEYDLARHRLDLFDSP
LDFEVVLDYDRLVFMLSEMGGLGAAVARDSRLILWSREPEDDADVPWVQSRVIDLAKLLPIGDLVTESSETSPKVMGFAD
GANTVFVGTVAGLFTIELHSQRVRKVHEDSEFSSLIPVVDFYSPCCTLGPPGSKDHGLPLSNASEGKWKEDKTLGQAREL
VDKGSKAIKEGNFVDAADCLSHALEIRTAHYGQLAPECASTYYKYGCALLHKARQHKADDAAFPLSNVPVSARVEQSMKN
TTSKDDTGTQRPPVGTMKISPSSGKGLNSNVKDQEYETGDSKDDDNVGDSDLDLAWKMLNFARVIVEKSPNDNAMEKFKI
LFALADVSMGRGDFDNSLGYYFKALAILEHVVEADHPGIARLRNFRICLCLAFESVSKLADAIPYCAKAISLCESRKQRL
ENAMKALLADEGDNASAAEGCSGKFAIEYEMEFLTDSLAKLVETLEVLERAMSTPSSATEGRVA*MAARRGFDSPPALPE
ELLEEIFLLLPPDDPARLLRASYVCKPWNRAASSRGFRRRLHERHGAPPLLGFLHNSGDPRFVSTTASPFPLPAPDRRSW
RALDCRHGRALFISVADEEARVLLVWEPVTGYHQRVPAPPAALSSDFSNAAVLCAADGCDHRGCHGGPFRVVFVCFDEEL
LDTFAYLYSSETGTWGEPAILSGTTFDLNQPSVLLGKSLLYFVSECASIIEYDLARHRLDLFDSPLDFEVVLDYDRLVFM
LSEMGGLGAAVARDSRLILWSREPEDDADVPWVQSRVIDLAKLLPIGDLVTESSETSPKVMGFADGANTVFVGTVAGLFT
IELHSQRVRKVHEDSEFSSLIPVVDFYSPCCTLGPPGSKDHGLPLSNASEGKWKEDKTLGQARELVDKGSKAIKEGNFVD
AADCLSHALEIRTAHYGQLAPECASTYYKYGCALLHKARQHKADDAAFPLSNVPVSARVEQSMKNTTSKDDTGTQRPPVG
TMKISPSSGKGLNSNVKDQEYETGDSKDDDNVGDSDLDLAWKMLNFARVIVEKSPNDNAMEKFKILFALADVSMGRGDFD
NSLGYYFKALAILEHVVEADHPGIARLNFRICLCLAFESVSKLADAIPYCAKAISLCESRKQRLENAMKALLADEGDNAS
AAEGCSGKFAIEYEMEFLTDSLAKLVETLEVLERAMSTPSSATEGRVA*                               
>Bdis_4g13805                                                                   



MAARRRFDPPPALPEELLEEIFLLLPPDDPSRLLRASYVCKPWNRAASSRGFRRRLHERHGAPPLLGFLHNSGDPRFVST
TASPFPLPVPDSGSWHALDFRHGRALFISVADEDDLAADARVLLVWEPFTGHHQLVPAPAALRSYSCNGAVLCAADGCDH
SCCHGGPFRVVFVSFDDTLEDTFACLYSSETGTWGESTILSGTFFDFHQPGVLLGNSQLYFVSESNFIIEYDLARHSLDL
FESPLDYEPEDVSDYDRIVLMLSEKGGLGAAIARDSRLILWSREPEDGADVPWVQSRVIDLAKLLPIGDLVTESSETSPK
VMGFADGANTVFVGTVAGLFTIEFQSQGVRKVHEDREFSSLIPIVGFYSPCCTIGTPGSKDHGLPLSNASEGKGKEDKTR
EQARDLVYTGYKAITEGNFVDAADCFNHALEIRTAHYGQLAPECASMYYKYGWALLHKARKAAVPLSNVPMSAQNEESMK
NSGSKDDTRTQRPPVATLKIAPTSGKGLNTNEKDQEYEIGDGKDDENVGDSDLDLAWKMLEFARVIVEKSPNDNTIEKYK
ILFALAEVSKERGDIESSLGYFFKALAILEHVVEPDHRGIVKLNYRICLLFESASRLADAIPYCAKAISLCKSRKQRLEN
AMKALLADEGDNASAIEGRSGVLATEDEMEFQTDTLAVLQMKLEELEPAMSTPSSATEERVA*                 
>Bdis_4g14285                                                                   
MDHPASKRSKAAVPVLPPDDVTWEILLRLPVKSLCRFRATCRSWRSLLSDPAFIREYAFQRPGFVLAVSSADGDRINIVH
QCQSPEGAAAGLSLHPGPLYLFESANNRVHVVSPDAGAMSALPVDELDGPTTQAWAGDEDTASYTLGRASQRKVLRVLTP
SPAPPFCVTTYLGQAQSVAIHSVVVRGVVYFLPDEYHPTFDFDPDPPPDFDANRVASFDLETEDWMPATIPGPRPIDTDR
DTCLLFKLAELNSSLIVFHQDRTHRTVLDLWFMEDLEEEGVWVKKHSIQVEWLMPYPDSRSWFDQKAKHLDGSKLLRVLD
DGRMVFSYRGNRYSQEHDYRLRIYDPRTKKACLDWVQHGVSNVLGAYGAALLCLSGTSTT                    
>Bdis_4g14720                                                                   
MESSTSRPDWTQLPPDLLTTIFGELEIPDLLRSVDVCRSWHSAYSAFRRLRLPSPKQSPCLLYSSDASGPDAAALYCPAT
GATFRVLTPEARIRSLWPIGSADGWLVAADEIGSLHLLNPLSGGRVDLPPVTAMYHVEASLDEEGGLVYDVDENNPRFPE
PTRVLALEIRDCMYYRAVLSCSPSAGAACVVLLVHMPDGELSYTRPGDERWTRVSPGDGTGLQWRSRYCNAVYSKEDSLF
YVVRLDESVQTLDLNGPSPVARTILRGRNFMTEVPHRYLVPSPWGDLLHIWRNRMEVDSSDYLPSTDDEEEPEPKVWPPS
QKLESLASLGDHALFLGYNTSLCLPVKDILGLKPNRAYITDDFLERKRMSCTNEIVVCASNCQITPSGGIERSVVDLRIK
VDGISVQDFIRELGKRVVWGSRQEVELCTYVERQRGQEYRRITTKPQLVEAIVAGRRANGDPEQTIYAELIDGCEESPVG
LVRSQAADILLDAAFLADSQLVRNLADFGPNNMNGPSVDYSQIDIDEPTDFAPQIFCERKWAKLLGIPLTDEEQTLPPPP
PQLHVPPEQRGDDEDEVARLFEKGGDAIDDIHEEEMLMVHDEDNPDISVGTFWSSMEELTMAFRSYVLKKEFQGGTAWTD
KNRFTAKCRGKDGNMLPCRWGHKPAQGAETWDEDAPHLDKCKSCLEPGHRAGSSHCILTPSKPKGQVFVHLTMLFSYRKI
WILTFLFSRARGRKKSAAAPADNGQASAPAENGQARDAEEWLAKECTARDAKEWLAEEWTAPDVGKLHLTSVAFSFEFPM
VVGAAPSTTLSAASHGAALDRPRWGPRRAHITVWGVVAGYAPMHVTAAVDSSTDTVFVSSAAIGAFLMTVVGSLVRREWP
RFTYFARTTRAQLAIDEGIAIAARIDGVREGEPGREARLAMLGGPMDVHLAFRLIVGSLVIAVAIAWFHGAL*       
>Bdis_4g14770                                                                   
MEALEIPDLVRSDAVWASWHTAYLAFRRRPLPLPISRKQLPCLLYACQDYAPDAAALCCSFTGDSVRVPLPLPPLTRHST
IGSVHGWLVTADEASNLRLLNPITGAQAALPPITAMHNVESSVDADGHLIYNVFERGDSEPTPFHAHEARDCMYHRVTLS
CSPSAGSACIALLVRMSMGELSYARLGDEQWTWISPDDHQCMGGISWGFMDSFYNEEEGLFYVLRGHRSVFTLNLNGPSP
VLKKIMRREKKRRMDPSSMYITQAPWGDILQIWRWRDYIESSTPVEVPEDPDGLYENDIHRFLELRTTEIEIYKVDLDKQ
KLVKMTNLAHHALFLGYNGTMCLPIKDFPMLKSNCVYMTDDSFEYLAWHGGYSSWAAGSLGASPSCSPVFGNSVHPGGDG
VVRGGAEMIGDAPVPEDVEGKAAGAWTVTETTPVPEEPTLPDWAQLPQDLLATIFGELEIPDLIRSGAVCTSWHSVYSDF
RRLRLPSPKQSPCLLYSSDACGPDAAALYCPSTGATFRIPMPEPTLRLRSLSTVGSGHGWLVVADEISNLHLLNPLTGGL
LELPPITTFPSVKGSLDHKGNLAYTIYEEARDAEEWLAEEWTAPDAVQAEVEVEVQPEVDVGVQAEADVEAEVATPSNAV
EDAADVAAEVAAPSNAAQKWRAPQLSLPLLLSLLRPDRASPSHSPPNPPNPSRIPIPDSSSSSPPATLMEQEELARAFGH
LSLADAPTPSPIPPPKAGEAAPILQAREAGTPPFEVPAPPLFNAAAILTPGLVIAAGIVAPTLRFAAGLLGPLVLPEPAP
PGASAGAMVVGAAPSTALSAASRGAALGQPRRGPRRAHVIVWGVVAGYAPMHGYGLCVQRSYRGVPYDRGRLPYPPRMAS
VHLCCRSDKGATGR*                                                                 
>Bdis_4g14780                                                                   
MAAATEYPDWSSLPEDLLVLVMQPLEIPDLFSAGSVCSSWRSACSAVRRVRIPITDASPCLLYSCAADDPATATVYSPSS
GVVFKVRLPDPPFRSRHVVGSAHGWVVAADEMSNLQALNPLTGAQVDLPPVTGLYHIESFSDEQGAPMYNHYYEQLNQRR
PFAYRPQKLRLFLYHRVFLSCSPSAGSRCIVLLLHRPVGQLSFARIGDDRWMRIQDVKFPELNYAIRNATYNKNDGLFYV
VHFDGSIFTLDLNGSSVVTRKVSPKATPWDDPTKYVILTPQGDILQLWRYTYDRSVAVSVVPPELAHEVVDPYGEIYTNE
IELYKVDIDEQKLTMMKKNHFDNYAFFIGFNSSLLVSTKDYPMLKPNCAYFADDSYEDICVNKYNKRDIGIWNFETKNFD
SIGDLQSGHPWLNFPSPIWITPSLC*                                                      
>Bdis_4g15467                                                                   
MERASKRLKLSLSGVMPPPPDVVWEILLRVPGRSLCRFRAVCRSWRSLLSDRSFIKEHAARGPDLILAVADAGDRIDMVD
LSGNVVRRIQITADGAGLLGLPRAHPGPIQLFRSNDRVRAVDPDTGAVSTLPVDALDKRQSAYWYDHGACYALGQRKVLR
VVTRDNMLLERVEQLCHVLTLGEDDARPPCWRPAPSPPVCITSTVGIHNIVIGGVVYFLVDENYPDFDWAFSPEDDQVWF
DINCIASFDLETEEWRPTTIPGPREINTHIDGCHFKLERLHGSLAMVHWSDSEHPDSDQSVVDVWCARDLEKGIWVKEHT
IQKELLHGPAQMCISDGVGRRQDSFFLYCI                                                  
>Bdis_4g16020                                                                   
MPSAFHPLRPSLKRKCKSKRSKRLSEARSLAAADDAAGGGGGDASFDLKNSASASAASGIGGGRGTLVQPLGNLLLAAAR
RANLRDEGLGALRPLPDDLLLDVLGLLPARDLAALSAASKALYVISSHDPLWRAVVLAELGGDFAFAGSWRATYISAVSG
RAHLPPRALEIEGFYSDYLFQSWLCANMEMRTEWLQRDTIDRRRGLSLEKFITEYEEPNWPVLLEGCLENWPASQKWTRE
YLLEVSAGKEFAVGPVSMTLDKYFMYADNVQEERPLYLFDAKFAEKVPEMGRDYEVPVYFQEDLFKVLGEERPDHRWVII
GPAGSGSSFHVDPNSTSAWNAVIKGAKKWVMFPPEVPPPGVHPSADGAEVTSPVSIMEWFMNFYGACRTWEKRPVECVCR
AGEIVFVPNGWWHLVINLEESVAITQNYVSRRNLLNVLDFLKRPNASELVSGTKDRVNLHDKFRNAIDTAYPGTISRLEV
EAQEKAAARKKKVGFWDNAVDANTGGFKFTF*MPSAFHPLRPSLKRKCKSKRSKRLSEARSLAAADDAAGGGGGDASFDL



KNSASASAASGIGGGRGTLVQPLGNLLLAAARRANLRDEGLGALRPLPDDLLLDVLGLLPARDLAALSAASKALYVISSH
DPLWRAVVLAELGGDFAFAGSWRATYISAVSGRAHLPPRALEIEGFYSDYLFQSWLCANMEMRTEWLQRDTIDRRRGLSL
EKFITEYEEPNWPVLLEGCLENWPASQKWTREYLLEVSAGKEFAVGPVSMTLDKYFMYADNVQEERPLYLFDAKFAEKVP
EMGRDYEVPVYFQEDLFKVLGEERPDHRWVIIGPAGSGSSFHVDPNSTSAWNAVIKGAKKWVMFPPEVPPPGVHPSADGA
EVTSPVSIMEWFMNFYGACRTWEKRPVECVCRAGEIVFVPNGWWHLVINLEESVAITQNYVSRKPGDGHLRFNLVSMSLQ
HYQI*                                                                           
>Bdis_4g16200                                                                   
MEKEESNKPIMPPIETVELPELPRDILMNIFARLEIPDLVRASSVRPSWRSVYTSLLNLGKYKRSQTPCLLYTSESAGEN
VACLYSIAEKRVYKVSLPEPPICSRLLIGSSQGLLVTVDERSEMHIVNPITSEQVDLPSVITIEQVKPVYDDSGALRKYR
YSRHTAKEVYSPPMIVELDELREMLHYKAFVFPNTTTGQYIVVLFHNPHRQLSFTRVGDDSWTWLPPRLHYEDCLYKDGL
LYAVNYDGEIDVYDLSGPTVTMQIVLGMTDAITYSCMYIVQAPWGDLLQVWKSYKDYELHPEPGAFVFWNTGKFEIYEID
IERGEHREAKNIGTKLVARVVDLLNTSCLER*                                                
>Bdis_4g16630                                                                   
MFDAADHGAVVAVKRMRLCAAAEDMGMEVDGEEEEEEEEEGWAWGAPAAGPAGEQRAAAIVVADAVEPDFPVIYVNAAFE
AATGYRAHEVLGRNCRFLQFRDPRAQRRHPLVDPMVVSEMRRCLNDGIEFEGELLNFRKDGAPLNNRLRLIPMHGDDGSM
THIIAIQLFSDANIDLSNISYPVYKQQSNRRPSIQDMNPASHEHTTKIQCSDYCGIFQLSDEVLAHNILSRLSPRDVASI
GSVCTRMHQLTKNDHLRKMVCQNAWGRDVTVRLEMSTKMLGWGRLARELTTLEAASWRKFTVGGRVEPSRCNFSACAVGN
RLVLFGGEGVNMQPMDDTFVLNLDAAKPEWRRVKVSASPPGRWGHTLTWLNGSWLVVFGGCGQQGLLNDVFVLDLDAQQP
TWREVTSDGPPLPRSWHSSCTLDGSKLLVSGGCAESGVLLSDTFLLDLAKEKPAWKEIPTSWSSRLGHTMSVYGKSKLFM
FGGMAKSGSLRLRSSDAYTMDVGEKNPQWRQLATTGFPSVGPPPRLDHVTVTLPCGRIIIFGGSIAGLHSPAELFLLDPA
EEKPTWRILNVPGQPPKFAWGHSTCVVGGTRVLVLGGHTGEEWILNELHELCLASRPDEDS*                  
>Bdis_4g20670                                                                   
MDFDKCNHMFSNLKTLSLGEWGVADDFSALIYFVMQSPILERITLQLGYKLLKEKLRFDEEPMDETAESYIPFEQFAVSK
HLKVATTSLSWIMVGGGGGDLLGSLPDEVLQHVLSFLPSREAVQASALSHRWRDLWRSTPAVRVPGFDAGHTHGLEQAFP
TFVNRFLLLRDGASPLCSLEIDVDLSDGDNYGENDHNHAFINKQFDLWIRHAAPTCRTLALAACISCKPEMLRLEARPLA
ASRHLTTLRLSCVKLGGGSLDFSRCPALLQLDLWGCDVDVEAIASPSLQGLSVVDCNLVPWPRRTTTATRISTPSLRRLQ
LSDCVGGALPCLESTPSLTTAIVRLSGDKREDRGTHCLILDALSEATTLELTASSYDGQVCFFLIPVTPHHYFNGIRNVE
VVALEIDNIEQSMLILKSNLPM*                                                         
>Bdis_4g20980                                                                   
MRNAKSRVDETEAAAEHIDLIPGMPDDVAVDCLARVPHGAYRSMRRVCRGWRSAAAAPAFALARAEAGANEDLVFLLQFS
NPAAAAAMADAAPESAAAQAAYGVAVYNVTTGEWHHDPAAPPVPMFAQCAAVGSHVAVLGGWDPQTFEPVADVHVLDAAT
GVWRRGAPMRSARSFFACAEAGGKIYVAGGHDKLKNALKTAEAYDAGCDAWDPLPDMSEERDECDGMATVAGDKFLAVSG
YRTGRQGGFERDAEWFDPETREWRRLERVRAPPSAAHVVVRGRVWCIEGTAVMEWRGERRGWREVGPYPPGLKPGTARAV
AVGGGEQVVVTGAIESEGGGRHALWVFDVKSKSWTVVRPPPEFAGFVFSLGSVRV*                        
>Bdis_4g21000                                                                   
MRNPKSRAKECEVAAASAKQQHIDLIPGMPDDVAVDCLARVPHGSYRSMRRVCRGWRTAAAEPAFALARAEAGANEDLVF
LLQFSNPSAAAAMADAAPESANAQAAAAYGVAVYNVTTGEWHRESAAPPVPMFAQCAAVGSRVAVLGGWDPQTFEPVADV
HVLDAATGVWRRGAPMRSARSFFACAEAGGKIYVAGGHDKLKNALKTAEAYDAEADGWDPLPDMSEERDECDGMATVAGD
KFLAVSGYRTGRQGGFERDAEWFDPETREWRRLERVRAPPSAAHVVVRGRVWCIEGTAVMEWRGERRGWLEVGPYPPGLK
PGTARAVAVGGGEQVVVTGAIESEGGGRHALWVFDVKSKSWTIVRPPPEFAGFVFSMASVRV*                 
>Bdis_4g23030                                                                   
MASGADRISALPEEALLHVLAFLPAHEAVQTSVLARRWRHLWRSVPRLCIVQQDRFDTIEEMDKFVNHLLHLRDHSSALE
ECRFEVKSYFQEDCKHVDLWLRQALCCQVRSLLFDSYSLYELSVLGDTPLISQRLRKLHLDSVRLKGCFLDFSCCPVLED
LKMVSCSLDSHRLSSKSLKWLSITHSDFEFSTHACIYAPSLLSLEIADLDEGLCPLLESMPSLVSAFIRVGRSCEDYTIM
DDDDPSVVLDGLSDASNLELTVEAGKTYSPILEKLTLQLCKNAKYIMEQEGRSIPSVPREYCSASKHLKIVQVKCNEIDE
MVREVVKVLSSCGVPSDHVNVQQWKSRSSSFSFEQKE*                                          
>Bdis_4g23080                                                                   
MSLEQEAVSRRRNATPEAIIGGGDGIDVLPDEILQHVLSFLPVPEAVQTCVLARRWQHLWKSMPVLRVTGEGWILNRRGV
RKLNKFVNHLLLLRDRTAPLHTCEVELGTFRSQDDPQINLWIRHALLCQAQVLSVHLSRDNNSFDLEDLPLVSRHLTRLE
LCNVMLNGNILNFSRCPALEELWMRDCYIALDVILSQSVKRLTILDCMFYQNARTRISIPSLVTLEFTECWGRTPFLESM
PSLVTGSVKLTNCDDCCGKEAGSSCFNVSNTCENCGANNDGNGDCVLLNGLSEAKSLELIAKPGVFIFRRDLMRCPTFSK
LKTLLLNEWCMKTNLSALICLLQHTPVLDKLTIQLCEAINSQMVTKESYNPIELPFATKKLKVMEIKCETIDEKVHKILA
VLDTYGIHIGQINIHRSIGSSEGIGSWTSSTLESEQALPHISGAGPPQPRSQSKLPLTERSASEHD*             
>Bdis_4g23090                                                                   
MARTRNGKRLKPDAGAGGADRISALPDELLHHMLSFLPARDAVRSCVLSSRWRDVWRSSPVVRITRSSDRWRSPQHLNKF
VNGLLLLRRPVLLREFELETFRYIPRSIVRGVAAGGKFNDSEEPLRYVELWMAYAINFHVEVLRVWVRSLTRPLKLVQMP
LASQHLTTLELECVVLCRRALDFSRCPVLEDLKMRSCRFTAVSKLSSPSVKRLCITNCQFDYQFRTCISAPGLVLLQLRS
TSGWTPVLESMPLLVTASVALDIFCSDNSRHDDCGDCHSGACLNCYGVRDGSDKSVLLRGLSNATHLALEAELGVRVFKL
DMTWCPTFSKLKTLVLDGWDLDSDFHTALLRFLEHAPILEKLTLELREERFMSIEEICSPVEQLV*              
>Bdis_4g23250                                                                   
MAKECKSKRGPLWSGEDRISALPDELLQKVLSLLPADGAVRTCVLSRRWRHLWRSTHSLLLYHTGLGTWFKSVEKYNKFV
NNLIFLRELSPLVNCEISPYPDEAHDAYTDMDLWIDYFLMRQVQVLEINGDKGIGDKINFDMPLVSQHLRILNLQFVDFS



VDISELPVLVDLNLKKCGIWTQEMSSISLQRLSISTCRVDDEIRVCIFAPCLTSLLLDGFQGRTPLLEDMPLLETAYIRL
GFGSLDYCDYYYDDPGYCPHESCVGCYVGDYQSVLLNGLSNASHLELISHPKIYIYERDLEYRPLFAKLKTLLLNEWCAV
LNLHGLVSILQQCPILEELTLQFYNIEDFIFDKIEGSEYPIEQSFFASAQLKLVTIEYEEIDERVSNTFKLLSTCGGIPK
EHINLKPRRSCFYCFSFEKNSDNDDARPSARLYDDDD*                                          
>Bdis_4g23390                                                                   
MASTLIGTSSLGKKMEDPQAAARLPDDLVLEILVRVGAADVAGLFRCATACKRWSRLAADPSFLRRLWPPHVLCHRVLRR
APPKPLRRSVADGWIFTSVIKLELPEGEKQYMPYEWWLAEKSGTLLVKDVLN*                           
>Bdis_4g23700                                                                   
MEASSSRSGTLPSKRRSTGGGGHQPSAQSLNDDALRCIFSRLTDHFDLARCSAVCNSWHTIIDTAHLMRDLYYKRNPQAR
IPGSAISMKSYFEALAMNEHASALARGPAEVHQWTGHAMRATLCRMKSGSVLTGMGDKVLRLWSAESCKYMNEYNVPNSR
KLVDFDFDENKVVGLTSSQVFIWRRSGPKSIFQSCGDSFNHGLCMSYADPEVVIGCDDGRAFVYDMYSRSYSNIYRLHPS
PVTCLALTDDQLIVGGSTFGNVAIADQTSGQKLGLLKSAFAPTVIRCLSFSANSHLIFAGSSSGYAHCWDLRTLRPLWET
RVSPNVIYSAHHFTGDTSTLAVGGIDGVLRLICQRTGETIRSFIMDADHQPESSSRMQLEKKSSRPVESGPRQQVEKKRV
REIAPDARLDNIPMNLRPPITGLSVGMKKIVTTHGENYIRVWKFRS*                                 
>Bdis_4g24740                                                                   
MSFRSIVRDVKDGFGSLSQRRFETRLLGHCRGKSHGAVHELHDPVPVIQSSCWANLPPELLRDVIERLEASEATWPCRRN
VVACAAVCKTWREMCKEIVKNPEECGKLTFPVSLKQPGPRHGIIQCFIKRDRSTQTYYLYLSLSSAVLVENGKFLLSAKR
ICRATWTEYIISMNANSISSSSNTYLGKMRSNVIGTKFIMYDTQPPYNSSTVSNSGKPSQRFYSKNGSTKVPCSLYSIAQ
VSYKLNVLGTRGPRRMHCVMHSIPASSLEAGGTVPCQMDSILARRSLDESFSRISISKSSIMDHSVHFSSARFSDSSIRG
GPGISRQSLSDEDQCKDVPLILRNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLTAAAALPAAGALTPPHPAEPAPPPPP
EHDKVILQFGKVAKDMFTMDYRYPLSAFQAFAISLSCFNTKWGCE*                                  
>Bdis_4g24807                                                                   
MAPPPPPLVDDIVEEILLRLPPEDPASLARASLVCKPWRRLLSGAAFRRRYREHHGAPPLLGHLRLCRTRKPCFSSFVSG
LGRAFPDWLVLDCRHGRALLSAAAAAPSTPGGAPVDLAVWDPITDKLRRLPPIPASPEGGVVKSFNGAVLCGAQGCDHGG
GGDCHEGPFRVVFVFSPFRLAVSFTCVYSSESGEWGELASLRRGDAHVDVGSKPSVLVGDALYFSSLDKCILEYRLSTSR
LSVILAPEGASILWARVAIIKGEDGVLGFAEVEGSSFVLWSRQVDADGVAGWARSRAIELETLFPVSADDAPGKFRWILV
SGFVEGTDVIFVHAFGDTDTYKVQLKSRRVTKLAESYRGIVIPYAGFYIPGIASALL*                      
>Bdis_4g25105                                                                   
MAMYNNASSHSQSRTRPFPMDAETEAYYRDRRVDPWILELNLITALTCLHYTPQPNVDRISRLPDVLLERIVSRLPVKEG
ACTALLSRRWRGVWRVTSLVLADVDLLPTGPRGMLEVTPAESQAVASAVSCILAEHQGPIRCARLSSPAT          
>Bdis_4g25440                                                                   
MAAVLPSSQFEADEKMFMVAAAADRDNSPACGGEAAEETALEDLPGDVLALVLRRLDGASLAALGCASSAFRSLAADPLA
WRDLCLAAFPSSAAAPFSSCRSQSQHRALFADAFPFPSSSPSPAPAAPAAAMAIPRRLVSAVDLWHGGKLIMSRVVETDA
TSSWFLGSPFRIDALQQEGFTAPNPISPAELSLTWVLLDPATGRAVNASSRKPVAVDRSWLTGETVARFTLVFVTSGGEG
DSMCAVEAAVACDDRFGHVREVSLSAEDGDGGGVSGRDAVELVAAAMAAPRCRGGGVGVGAAVEEAKRRYGEFVKGKSAR
KEWKARREGLVDLCCSGVGAAAFLGFILMLTLR*                                              
>Bdis_4g28650                                                                   
MAPPPQKEGEVATPAALRAPAHVIARVFSQLDCVDLLSCSLVCRQWYRDSEELREEWRKEYLETWNLQGLSFQRQTQPPC
PTCSIRSLRTWCP*                                                                  
>Bdis_4g29090                                                                   
MDIPVDALVEILLLLPPSSRRRCRLVSRLWRDVVDTRTTEMRSRAKPLVVTMGSACPAATSRWSIRSPRRRWLSRAPLGQ
LVRLAWSFLGGGGVQRWHEAYSFAYHPTTGRYKVVHLPCDYGDAWTRFDTLQVFTLGQASWLTVNVAPDEMCTCLEAGIA
RER*                                                                            
>Bdis_4g29240                                                                   
MSSTTGVLMGAKKARVEEEDARPLCTDALTEVFHRLPARTLVSCRMVCKSWMSVLSDMHFVYEHLRRSQQKLLLFANDRA
NDRSLAMVLADASGSMYQLSRPLLASRSLFVHNSCNGLLCLGDSTGAVELLNPTTGESVVLPTPMCTAGSSQFSSCNWHC
LGFCQSTKEHKIVHFYPGPHIDSFKVRCEIYTFGGNLWRQIGSLHGAPTDRGIHVNGVVYYLTRFRYINSSRINCLNLET
EKFNVMMLPPRKSYGGQCSLAELEERLCLLVVDGVPEALPRTMDILMLDNDDKQNWTHRYHISLPWLVSSCYFTPKHTLF
HDGKIWVQLLARNLYCYDPSSTSEELETACPESDFPFSTHKFVESIIPLRHYFINHTQ*                     
>Bdis_4g32010                                                                   
MECDGMNSVPEGVLQHILSTLNNARDVAACACVCRSWRDCVPFLQALFFSRNAFDASAVGADEAIGRMVAAATRLRELTI
YCRFSIGSLPAWLATRSDSLRVLELRMDAAADKPADGGLGCIPLATGLEELRLWGVSLMTAPAWGRLERLRVLEIVGSSL
QDSAVTDALAACPYLTDLSLLGCDCSGEVSIELSLLQRCRLDFLAGGNCSLSLSAPRVESLEVQGFSWITLQGGHSLRRL
SIAKSMGRVYKVSTGKLPDLEYLSMRGVQWSWAAISSVLQCASEVKHLVMKIEFSGDFDVLQPFPEVDLVEFFNCHTKLR
KFEIHGAMFAALCQKNSLKNLDSRFYIPSLEEVLITVRSPLNAEQKLNTLESLMKYSVKLRSMVIRISQMKNCHDVADDF
FEEICKFKHINYKKVRIE*                                                             
>Bdis_4g33137                                                                   
MVPEETKSKKQKNEDCIINCLPRDLMERLFLKLPVSTLVTCFIVCKHWYHFIRDPQFVTSHLQHAPRYALLFFPQELASG
KLYPSDAILIDEAWSPSTYAVPVIGPDDFLFGSCNGLLGLYTKTSTIKIANLATGECLHLEKPVKNMRGDHFSFYNFGFH
PVTEEYKITHFLGDCTDTEAHPRNKHRFSVIQVYTLGDEKWRDVPTPEILSLDIVRNSGVVNVDGKMFWLTEHMTASWQH
AVISFDLKEECFSMIQLPEEREDYAYIQYGPREFWIRDIDDKICIVTAQCASFDGRFLVGELQIWTLDNILEQRWSKKYS
IQNPPNYIPGPHFVHKDRLMAQLTDCSVWSYELLCENFEINKSKMTKLLDFNPHKLRHMQSYIYMKSLVNLDAYKKAGIV



RTPKQRAGWESKKWEAWEDELRKVEVMGSRVHKFEHDLLPRSLRRFNFLEQKREKENLMARSSRMMEMMKAMKQLHDKIH
SLLRSPLSDQRSFMNYQEGLQSGSDGEALRAGVARLRQEAPIHNESRGVTDTIRIEAASREDQADDEDDINI*       
>Bdis_4g33144                                                                   
MVTEEAESNKRQKEGCIINCLPSDLIEQVFFRLPVSTLLTCTGVCKQWKKFIRDPRFITSHLQHAPRYALLFFPQESISC
NPYPSDAILIDEAWSHSTHAVPVIGPDDFLFGSCNGLLGLYTKMSTIKIANFATGQCLHLEKPIKNLKGDHFSLYSFGFH
PVTKQYKVAHFLGDSIEGHSQNNDKFSIIQVYTLGDESWKDIRTPEALSLKCVRNSGVVNLDGTIYWLTEDIIASWKYAI
MSFDLGDESFKRIQLPATLEDCAHDGPPIYWIREIDRKICLVTIQSSHYLTRRLHGNLLIWTLDDKMGQRWSQKYNIQYS
PSPDYILGPNLVHRDKIMLQHRDCKLYSYELLGDDSETKMCKVTKLLDFRPHKPENMKSYICVKSLVSLDEYKKAGIVRI
PRQREGWKLKRWEAWEHKLRNKEEMWNNIYELEHGRMEFSQTMALRLKLLLPRIPDEVTRQQTSLKISQIIPYFPDQARS
LRRLNCVDQKRDFDDLDARMDKYKDICEAISQTMDIIFSTLQSCIQVQMGTSCSNAGIISQNHGDNEDMET*MVTEEAES
NKRQKEGCIINCLPSDLIEQVFFRLPVSTLLTCTGVCKQWKKFIRDPRFITSHLQHAPRYALLFFPQESISCNPYPSDAI
LIDEAWSHSTHAVPVIGPDDFLFGSCNGLLGLYTKMSTIKIANFATGQCLHLEKPIKNLKGDHFSLYSFGFHPVTKQYKV
AHFLGDSIEGHSQNNDKFSIIQVYTLGDESWKDIRTPEALSLKCVRNSGVVNLDGTIYWLTEDIIASWKYAIMSFDLGDE
SFKRIQLPATLEDCAHDGPPIYWIREIDRKICLVTIQSSHYLTRRLHGNLLIWTLDDKMGQRWSQKYNIQYSPSPDYILG
PNLVHRDKIMLQHRDCKLYSYELLGDDSETKMCKVTKLLDFRPHKPENMKSYICVKSLVSLDEYKKAGIVRIPRQREGWK
LKRWEAWEHKLRNKEEMWNNIYELEHGRMEFSQTMALRLKLLLPRIPDEVTRQQTSLKISQIIPYFPDQARSLRRLNCVD
QKRDFDDLDARMDKYKDICEMGTSCSNAGIISQNHGDNEDMET*                                    
>Bdis_4g33151                                                                   
MVSEETKPKKQRNEECIINCLPEDLIEQVFFRLPVSSLLRCIGVCKQWRKIIRDPQYVSSHLQNAPCCALLFFPQESVSG
RPYPADTILIDEAGSQSTYAVPVIGPEDFLCGSCNGLLCLYTKTSTIKIANFATGECLHLEKPMKKLRGDHFLFYGFGFH
PLTKEYKIIHFLGDCDEGRHRPHNNKRFSAIQVYTLGDEKWRDIRTPGALSLNCVKNSGTINVDGTMYWLAEDMVASWQH
AVMSFDLNEELFALIQLPAATPEDCPGRGPRLRLVGKLQIWTLDNKVEQRWTQKYNIQCSPDYIPGQNLVLGDKIMVQHC
DGYLYSYELLGENVNTKLCKMEKLLDFSPHKPDNMLFYMCVKSLVCLDVYKKAGVVRKPKQREGWELKKWESWKHDLSEL
ENKWTKIHRRELDAAESARCNGIGIFGLLRHIPDDVSQQIGMKIDQIFPNFPDQVILYLNLNQHTLCFHA*         
>Bdis_4g34140                                                                   
MCSPLHHGASLMTDRSDGPIGSLPEHLLVEIFTRLPICEWVQISCVSKHWASLFQGEYLWQTAIARNWPSVGFRKRWPGP
IPRGSARRRFQALYVCENLVPSGGEIDELVGHTYLYLKQQLERLAVPPSSILHGTIIDQFIACGRTGEKAHELASKIWLA
VIDNLEENQQTFMLLKHLAQEGEFFLPFPYSRSYKVLWRVFDKLFTDFPDCFSRADYHDALTSAKSRFQAVPSSWLGY* 
>Bdis_4g34207                                                                   
MTDLLVCMEDNLCTFSPCISFVLDGLMTSAAKRKGSPCLQDDNSRSDKKLRYSMPSLPEDIWHHIHSLLPLRDAARTACV
SRTFLGFWRCYPNLTITRETLGLVRLEDEKDGMSYETSCDLATKIDHILRNHSGTGVKALKLEINDFPVFCTYGDLDRWL
HIAVRPGIEKLDLWLRPILSAVSVYNFPCSLLLNGSGKSLRHLHLSSCTFRPTAGLDCLRSLTSLELYEVRVTEDDLRCL
LSSLVALEELRLVDCEELIFLKIPSLLQRLSNLVVHDCENLEVIESKAPNLSGFEYMGPQVQLSLGDSLQDIYINGSGRG
WDIVHYAWAKLPCMVPNLEVLEISTSYLSDTLVVPAGKFLHLRHLFIDGFCRPDYDHFSLVSFLDACPYLETFRLFVEHD
FMEDELVLGDFSHDLRQMPGHLHSNIKDVQILGFYSTKSIIELTCHILENATSLESLTLDTSYTAILCSDSKNGKCLPMN
RDMIMEAHKALLAVKRYILGKVPSSVELKVVEPCSRCNDLEILVQERKLVEPAQSESAQEFPLGKNK*            
>Bdis_4g35200                                                                   
MKKRNADGTLKLKPVESSREVDRLSDLPDDLIGRVLGFLPTPQAVLTSRLSRRWRRVWPAHVRALNLSVYDGVGRRLSGL
SSGALARFATPGIPSISLHIASHVDIATGDTWLAELALSTVRLPSGTPPLHEFLSACCPRLRRLRLCAVRGDAVRALDLR
SDALESLDVNNVDQLVTLHVAAPNLRSLSVRSCFRFPVQSDVETEVVVSAPRMEAVCWYRSYPKRLDFLTADPTAHQVRR
LSGLKLPTRGPSGRFDFPYTIQLLRAFSVTAEQLELDLILPDDMTLLNWAGQAAGGEDLLSYVPRLPRVSALSLNGLRWG
LGCSVRPSLAELLSRVPNVTRLYVESNPYCRTVFESQGTVPPRGEYQWGCVDVGAEEKLRLNSLRALG*           
>Bdis_4g36045                                                                   
MPAPHVSKKQKTAGDAATAVAAHFPRDVLACVLQRLPASDLRRFRRVSKEWREIISDHAFIAAYMGAHGPRRASTHTVVF
FQGPGAQELSNGVGFLFDEQWRLAARFTAGETDAMIGTCNGLLCFLDFPKGVIRVVEPFTGDSIAVPLPSAGASRTRAYC
FGFDATARRFKIVHGCFEAKVVYDGYFFLPSIGSPAEQELRVFTVGEDKGWRTVRIRSAAHGVFYGDPACDGGAAYWYSQ
GMNGIFRCARFDLGTEKIRSVRGRLVDGHGHISCRHARWLPPSLEMCVIGVRWFGEWEHGCWADSIDAVAHETYAVAMPK
GRRLPGPHAL                                                                      
>Bdis_4g36350                                                                   
MTMGRRPRRRPKRESSNAREIPIEILQEILLKLPTKDVARCCCVSRPWRAAVADPTFRDLHAASSAVASMADAAEVLLVS
ETEKSEPGRNGDHTEASIFNVASGNAMCHVAVPRPYRLANVCHGFLCFVHCAGAKAPAVVCNPVTGETLTLPGHLRLLAR
TTAISSPWGSVRPPPGCTSSSGSRSHPTRIPPGSLCTWTSTPWPQVTISRAAASGGGEESLLLLLPVSPNQDRILAAGTD
RREATRDDSRLPDCSEATAYKKELVATFELDGRLCFAAHILSRDFLMFIHFWVRTPSAPADQDKDVNGGNKRPPCWELLY
RFEIEGPICADRPWGVWFDKPDALLHA*                                                    
>Bdis_4g37490                                                                   
MSRPEAALRRSGSNSLSALLRAEEEDDHPPGGDDADTKRRGGGGGGRGRRNRRTRSCLRLSLSGAGGCRVCDCDEVDPAP
RRRAPGDGEAEVVGDEERVPAALQCFSWKKGAAVHHGRAPEVEDAVAAVLVVAEEASLSVLPYDVLEMVLSRLPLASLLA
ARCVCRRWRDLTLAPQFLRLRREGPHTTPWLFLFGVEGDGWGAATTTPVYALDVAAHRWRLVAASALKGRFLFSIAGVGD
ELYVVGGRSGGSSTGSVKTKTHKGVMVYSPLTGAWRKAAPMRAARSRPVLGVFEMSASRSILHSRAEKHVRRTNAGGKFR
LGGTSAVYEDPHRLSLRRLRLRDVLNEDTDSTGPVHGHHKVAKAKQLEQQAQPRLALIAVGGRGLWDEPLVSGEIYDPVT
NKWVEIAGFPTDVGLACSGAVCGNMFYVYCESDTLVAYHLDNGTWAVIQTSRSPPRLRDYTPALVCCASRLFMLCVSWCD
PASRRDKVVRKVFELDLSSSSPLLRWVEASVHPDAPMDPNAAFAAGHDRIYTVEMFRIFGKVLDFATVCRVSDSEQRWSR



IAGKNVTAEADVMSCRLKSMAVLHL*                                                      
>Bdis_4g41367                                                                   
MADPPASRRRPVARINDLPDDILRNVLSFLSSRDAVRDCMLSRRWRDLWKSVPRIDADITDFDDQGYSDEQCEVLLKRFM
NRFLEARDPVPLQEFCLWYSVCKDVPKTESEDASGDDEDAQFAEDDDEEAQFEEDDDEDAQFAEDDDEEAPIAEDDDEEA
QLADAPEDDEEAQLADDEDEQDKSADVSEEDEQDKSAAANEWIRYALKHNASVIVVVNRLYALNLDHAGFTSNYLKSLNL
SSAILMQGFFEQLQSGCPKLKHLSLYDCVIMDTEVSSQTLEVLTLPDQVHFPPDHQATISAPRLISLAFNNSEGPRLPLL
RNMASLEEAWIQISENIKAIDAPDITQFLDSLSRVRRLSFNYDNRRLTMENNCQWCPTFSNLTDLTLDEWCVHEDFYALI
VFLQKSPKLKDLTLILNEPHQRFGEEPAIIGALEERSFACNQLESVEIICPSECSLLPKVQTFLLDGGITLDKIRIKQKQ
HR*                                                                             
>Bdis_4g41820                                                                   
MSFRSIVRDVRDSFGSLSRRGFEVRFLGHRRGKSHSAVHELHDPAPVIQSSCWANLPPELLRDVIERLEASEATWPSRKN
VVACAAVCRTWREMCKEIVKNPEFCGKITFPVSLKQPGPRDGTIQCFIKRDKSTQTYYLYLCLSSAVLVESGKFLLLAKR
YSRPTCTEYTIFMNADNTSRSSNMYIGKLRSNLLGTKFVIYDTQPPCNIPSVSQPGKTSRRFYSRKVSLKAPSSTYSIAQ
VSYELNVLGTRGPRRMNCVMHSIPASSLEAGGTVPCQPDSVLARSIDESFGSISFSKSSIRDRSIRFSSTRFSDISVGCS
RNGGQTLGDNNESKECPLILRNKAPRWHEQLQCWCLNFKGRVTVASVKNFQLVASTQPAAAAPAPSQPAPTLPSEHDKVI
LQFGKVAKDMFTMDYRYPLSAFQAFAICLSSFDTKLACE*                                        
>Bdis_4g42510                                                                   
MADPSWSDLPADVLATVLGELEFPDLFRSAAAACTTWRAAARALLRLGIYNRSQSPCLFYTAAAAAGTRAAELFSLADKT
TYKAVRLPDPPIEERNIVGSSHGWLVTADARSELLLLNPATGDQIDLPPVSTVEQVTPVFNHAGELRSCYPATLRNPFHR
QLSFARVGDEMWHWATTSFHDSQYSDCIFHEGAFYAMNSRGGIHRHTIEGSCATRDVILKDVSPFVARNYISRSSTGDVL
QIWRMTNGNRETACIQIYKVDFDKQKIAGMRTLGDDALFIGHNYTCCVSTKDCPMLLPNHVYFTEDDGYRLYDRKDNRRS
VEHIVWRINMSMMWSLLNTG*                                                           
>Bdis_4g45120                                                                   
MRIRSQQTTFHSLPEDILSIIVSRLTLKDAVRTSVVSSDWRHIWKYHPILRFVISSVLGSKAKRKRSSDQHKRRLRKRFI
DRALRLDSVNLVPSIDFCGFANLKMLALDHVLVMQDLQYFLSKCPALEWLSIQRCYLKCNCHASAPLGRLKYLCVKNCEV
DRIEFAAPNLNTFEYRGYQILIKFHECSKLKMAIIHIIGHSTLEYVFTGLPNAVPHVETLHVETFVDIPKDFPSFRFLNS
ALQLACLLEAAPFLEDLHLDMYCFEGVDYIGSALDMIVDSPHYHLKTACMTGFRGNRGQIELAKYIMRNAVELERMTIDP
RNIMFGRSIGNEFDGRMYAKRELARSEEARGVLTIL*                                           
>Bdis_5g01390                                                                   
MAATPSSSSPGSRLLQGPPPPEPEKTKKQKTEKEEDVRDWAELPRDALLLVLEKLSQVDVFRGPELVCGPWRRAALDEPT
LWRHIDLRHCHVDASSRWCLRPMAHAAVRRSRGCEALRGEGAVDEWVISLLENSPHSLKSLRMISCERITDRLSNSIPWF
YKLEELEISNCDPGAFSSTCIVVGNSCPNMKRFRLSSPRFYKRRRRRIDCEVEGITRMRGLRSLQLFAQTISTDGLSSIL
NSCVQLESLDIRHCFNIEMEEEMVARCSRFRSLKLPYDSTHDYDLEFSAPDMRLESPRAMTYEDYHGAWGSSY*      
>Bdis_5g03077                                                                   
MVAAPEVPVAKKARKLEEIDLISSLPVEILNTIISHLSIGDGVRTTALSRRWRHLWRISRSTTFPISTGVAATASPSCPR
WQDPLRAQGPGTPLKPPCLQISDPNSRPLAQGMVAGNSKTLMRSAKVLHLNLGSATSQGMVAGNLKMLMRSVKVLHLTSS
GPNLDAVIVFLKSFPCLEKLHIKSYQDKTIAPTLRKKYQT                                        
>Bdis_5g03430                                                                   
METCILVHPPLLEATVGTSVELPQDILMCIFGTLEIPDLIRAGSVCTSWNLAYTSLRSHGHYNRPQTPCLLYTCESSDKR
SACLYSLVEKRVFKITLPEPPICTRTLIGSSQGLLVTVDRSSEMQLLNPITGQQIDLPSVITIEHVKPIYDKDSGAIHQY
EYSCHSGTRVYCPPSIVALEELRHELHHKVLVFSDTTCHGYVVVLIHSPYCQLSFARVGRDDSWTWLPPHNFYHDCIYRD
GMLYAVTSKGEIHGFDLNSSVVTMNIIIGRKTNRCLSTYIALAPWGNLIQVWRSLAAHDLEPRPGDFVFWNTGKIKVYEV
DDRGKELKRVSSLRDHVLFLGHNQSLCLTAE*                                                
>Bdis_5g08680                                                                   
MTYFPEEVVEHIFSFLPGQHDRNTVSLVCKVWYEIERLSRRTVFVGNCYAVRPERVVLRFPNMRALTVKGKPHFADFNLV
PPDWGGYAAPWIEAAARGCVGLEELRMKRMVVTDESLELLAKTFPRFRALILISCEGFSTDGLAAIASHCKLLRELDLQE
NEVEDRGPRWLSCFPDSCTSLVSLNFACIKGEVNAGSLERLVARSPNLRSLRLNRSVPVDTLSKILMRTPNLEDLGTGNL
ADDFQTESYIRLALAFDKCKMLRSLSGFWDASPFCLPFIYPVCAQLTGLNLSYAPTLDSSDLTKMISHCVKLQRLWVLDC
IADKGLQVVASSCKDLQELRVFPSDFYIAGYSPVTEEGLVAISLGCQKLSSLLYFCHQMTNAALITIAKNCPNFTRFRLC
ILEPGKPDAMTNQPLDEGFGAIVRECKGLRRLSISGLLTDKVFMYIGTYAKELEMLSIAFAGDSDAGMMHVMKGCKNLRK
LEIRDSPFGDAALLENVAKYETMRSLWMSSCNVTEKGCQVLASKMPMLNVEVINELDENNEMDENHGGLPKVDKLYVYRT
TAGGRDDAPNFVKIL*                                                                
>Bdis_5g09097                                                                   
MSRRHRSAPPLPAVFPPLDDDCIWEILLRLPPQPSFLLRASLVCKRWRCLVTNPKFLSRFSAHHRRPPLLGFFSAHKAIF
FVPALDPPDWIPAPRFSLRPGHGDRFQFLDCRHGRALILSHTQPPQIVVWDPFTGEQIRVAAPPAFSASETLAIVNGAVL
CAAGDHGHLHGDCRSRSFRVVLGAFDIDTTHAFACVYSSEGGVWGDVASLPILESDWIKMLHDMRNFHFQPEVTPMVLVG
DSLYWLLWQHMPTWYSGVILKIDLQRQSIAVVKSPPDVNGPKECAFTIVPGEDGCLGLILMSYSCATLWNRRVYTDGDAI
WVPGRTIQLDKLLSLGLVDKEETLLSVGFAEQNNVMLVRTCNHVFMVYLRSMKFKKLCHSGKRYFYHPFESFYSPDKSGG
WRVAVLC                                                                         
>Bdis_5g10260                                                                   
MASPEISIDICPEFNTFEHLRSTRYIATDRPWLKLYGVRVQPVSPFSSLSSSPDLALIHQCLPDELLFEIFARMSPYTLG
RAATVCRKWKYTARNPTLWRNACLKTWQRNGTEANYRLLQLLYDSSWRKMWTQRPRIRNDGLYVSRNTYIHTGVTEWQFK



KTVNVVCYYRYLRFFPSGKFLYKISPQKVKDVVKYMHFRASKGDCVFKGDYTLSGDGQIEMALLYPGHRYTLVRMRLRVR
GTTIGANNRLDVLKILTTGVNGTELRNWKGNILELVEGWGEDETHDPDVPAVSHSRGLTPFVFVPFEEADTSVLNLPVEK
MDYFVPG*                                                                        
>Bdis_5g10890                                                                   
MAEHSRKRARSRSRGRASPGSGSGRDRLSDLPDALLHSIMSHLGARQAVQTSAASRRWRHLWRSMPRIRIDFRDFAPPTT
TTSAPAWCNAAWRKLELFADSLLDLHSAAPGALDEFRLHADDLRLRPSSTKPRSHQAYLDMWVRRGVTECGRRPAALDVV
AGNTLDGIPFPRRLGSSPDNFCRLTTMRLRGLYLARTFGEDLRSGCPVLEQLTLEVCSCYFPELVSGSLKTLSLVSCHPN
PRSITAPALARLCVSSPCPVDRPELWDPKGTARSVARASIPKLSCSFDQCLFDLLASACNVRALKLSGFSPPVRRRRTAQ
LDDEPEEFFPVLPNLTTLFVEDSDMCMRFEILGLFLQNAPNLQTVTLRHCKDSDTLPDDKNGREWEGSLGRRRRNGWKKT
PPPPTEKPMDIVTWGISQIIRLSFGDGQISKLLRTLLGISTVMDTRTIILTKFRNLSVLEIVVLISCFQSPYEFRNLGGS
GSCRLKSLHLHDLSLDTSFAEQLRSRCPVLEDLKLRDCECKFREIQSSTLKNLAIRVRFMFSVGMLVIKAPALASLNLSI
YALRSRLGLLSKLTNCATHSFGPVLIPQLEPKTLLLGRKCAHPKFMSPLVFLISLGMDEPSEFDGSSLHGEASIRSFSAT
LQKIVRPLPCSMLPPDSTLGMARDALFGLILGSLVNRLQNVLLPFTITLGLAANVSRRRSMSIKCQLTHEVLLQFISLWN
IIQSVSLSDVPDSISWKLDMGQVRLLRQVNVQVLSMPHLFDKSLFEWCFDEARRCSFAVLKERLGAVVMLGWWHLWSERN
QRVFHSKHLSVTELCDLAFDELMSLKHAGCKAVISF*                                           
>Bdis_5g12670                                                                   
MERAAYSIRADSLDGDPQAQQMQTEAAAASPTVSLKRDRGDASTGNTAASPIVSVRKRPRVDVGTGTGTDRLGDLPDCLL
HEILAYLGSRQAVQTCALSRRWRDVWRSVPCVDIDQREFPAGGVSSAASSSGFRLDRERFEDFADTILSSLLPPGEAPPP
PLGAFRLHLQPQVDRFTMRTHFERWIRRALRRHPAAVDLHCIRDSAIEWPLPSTSDLDLGSGTGTFSRLRSLRLYEVWLR
DACFGQHLGVQCPVLEDLRIERCVYWVCRIASPTLKTLAIIRSRSHYRGASSAIAAPRLAFLELVLIFSSTPGSPVMVAP
ENDALASLVKASICIEDADDLVVRAAANRRPNKHKQEFLKSMCSFLSRLTNVRTLALSGFTTTALLDQESQDFPAFKNLE
TLLLDGCDIGVENFQVLTRILANTPNLETLGLYQCKFLGRARKKKGKAEANRKSSKQREPSLLAQKNLKSIEIKYVPNDC
DHFIKAFKTIRDGMPGKLQSWRLLRNRDTENQRLLRLVRKE*                                      
>Bdis_5g15605                                                                   
MAPLSLVLPDELIHEILLFLPPDDPALLVRLSILSKPWHRLLSHPSFQQRYRKLHQKAPMLGFLYNEFFNPTEFATSFVP
ATESCPLSIPGYKLPNFDVNDCRHRHVLGCVCLFEGLFPTELMEWTTTAYLYSSETGEWTVPTPGLNLDGYVIQMHNVLV
GGALYFLLTYGPHGTQILKHDIGKHHFSVIEQPAAAVVLDHGTVLIAVEDGMLGIGHLNNLSLCLWTRKAGPDGTVVAWT
QDIVIDL                                                                         
>Bdis_5g15627                                                                   
MATPPPKRPRHAHAPAAPQTTIADLVPEILLRVPPDNPGSLVRASSVCWRWRRLLTDQPFLRRYRAFYRTPPMLGFVVNL
KEHFDGMARFVHSSFVPSAPDRAGMNVLDARHGRVLLHGVERRRGLVVWDPVTDEQRKIPGMPAYIDGFNAAVLCAAAGC
DHLDCRCSPFMVAFVGFGGDGITFACTYSSETGNWSERVKIEEPASIDDRPSVLVGNTVYFACDPWIRSKIIAYDVVAQE
LSVIWPPPQHDDYSCTAIMKAEDGSLGFAGVQNARFFEDNSNASIHLWSMKPGLTDIRSRRSRESSGTRRCFAQVASGSH
LRLSASRTASASFS                                                                  
>Bdis_5g15896                                                                   
MGKRSLNSEKHMHGTTAKKKRSGLQLSNMPTDILCSIMSKLPLKEAVRTSILSQQWKYHWCCHSNLEFSFTSMLSSHHLG
GPITADSRNLMKQEFIERVDAVLKQHSGLGVENFRVWFPFNNGNTDPIERWVNFAVASKTKHLTLNFSSARCIGKPCIFD
LRLLDGSVSSHLQYVELSSVFLQLPVGFKGFQNLRRLHLADMTITDEDFTF*                            
>Bdis_5g17140                                                                   
MHRSSKRKAATAMPSSACNPGGRKKAAVSSDGGSLPDEMVMEVLLRLPVKSILRFRAVCRSWAALFSTDVFRSLHIADTA
SPKLLFVSPTTATSSTKVYSCSPSERKDDDALLFALDSACGSSMQLLTPAPCHGLSLLYDDTAPAYYICNAATRAVTRLP
TFLHRATYTCAGFGFDARARKYKVVRLSKGTRHEVESVRCEVYTHGGGDGDCWRPPTGGGVPLGLRRFAHSAIANAALNN
LPPVFANGSLHLVVQPNSFFRRPRAAVISFSLSEETFSFVGPPPFWTPEMYSSTASSLRETGERPFMPGTLGEHLVQMDN
QLCMVRDLRYNPSGGCILEIWKLPDSTSSAWSLNHRINLFGRVARDLCRTQVVRVMGSTGNAGSRKKMIIATSEHIIFDK
FQKKVCTYDLGSQSLETILSVTETRTSLQTMTPSSRFGLFEESLAPVSTTPPS*                          
>Bdis_5g18575                                                                   
VSGPNQLPYLWRWGVVTVSKYLNQHCAPGKRTCLCVPSTALQHTLVDNLPYDVLENIFTRLPVKSAAHCRCLSRSWASAD
FVHAYRHLANDDGGPCFFFLPNRTVVICRAVWTTTCTAYAWSFRRPGDDEALPLLGVLPKNWAISGRGCVTRPCHGLVVV
EIRDENYRQVYYCVHNPSTCQLVPLPDRCLTGRRWSNSWTDNYRFTIYETLRLGYDARSQKYEVVRVHYRGLPPDSEMMK
ERKGLLPIVCEIYMVNDSMAGFWRVPAARGGAGAKVPAGALLAAAPMAPPTTRKGKEGKAPKKSAASKSEAAAKAAADKN
QKKRAMRATLAFYRPGYNGEALAKIQHAVASRFNEHGETLIFPVGADHQDNDFRVFGRFILTGLVPPFSLFLHALMELYQ
LRKTPRSSSSRPPSCRNPTAAGGTDTTATPISSPSRLSGLTDVYVARTFISRCVAPLQLRSRPAWMYTGSGDKTRLHREG
VDREFLQVWVKGIFGEDVPAPGFPPGVISLHAGVQGLNDIIASLRTSSTYGAICEQSYSLLTW                 
>Bdis_5g19770                                                                   
MALEYTSRASKRRITALCSEANLPEEIMSEILLLLPARSVLRCRAVCRSWAALLCSRGFLDAYAVKADTRSRRMDKFVLF
APSAALPNRSTAVYSFARGAVGAPLFTVDRVRADFLCLSSRPCHGVMLFSDTRSGTYWVCNPSTGERSPLPKQHRGLTES
SAGLVYEDRTKECKVVHLFKDARMIGCEIYTLCDPSRQWRPANQDVGLLGTENMVVKLMNALQTEDLVTKAPPVFANGCL
HWLLYPNSMDMQAEPAGRDALLCFSVATETFTLLNAPASVLVAEYRELDDSFPAVPVHLAELEGYLCLVHDLRRRGQGRN
CWLDVWMLRDHGASEWSLDYRIALHTHDVHIPRFITVLGCCSGVGQEGNFRETRKKLLIASSQHQVHTYDPDTGDVQLVV
SVPDTDIRIGQKEAPAALWFGLYEDSLVRIGSESHQEKQELSALTEILVRLPVKSIAQSMLVCRRWCSLIESESFVAAHM
SVKRPKRILMANNGRARRALFDFAPVKNWLQAAGPAIAKDKIICSKPCNGLSLISTGNDDFLCNVCTGAIQCLGRRGKSH
FSPTGNHRRHAFSVGRNIGFGFDRSTGEHVAAEIGHISGTLACMIKTSSEKQWSCVGKPPRPVSDMPPAHVDGTIYWMSK



PMHEEARAVVAFEISTRAFRVLPCEPCLNNDHDDAFVVELTAGTLSVVVVNAEAEEMDIWVMHKHSSSWVYAYKIQLGQH
ADYSLRRGQVVVPMDEEDGNDGRILLNTGRALGYYDTKTGALDHLYSLDKLKLPRSNLAFPILCQESLIRIQDDELPSRV
AHPVRDQGCKRCDHPEHADASPAGRGRALLLPCEGGACRDIGVVYRSCCRRLFCGACQRRCLEHSQTHALRGDPVLPAYG
FDATMVSPDSVLPFCHPSVPGPEYCYYNSIEDGDVVRHVFISLKDYMRGEQSCRWTECGYRMEGQVVKEIWVRRYLKL* 
>Bdis_5g20090                                                                   
MEDDTTTAAAKDAVSMVLRLDGLLIEILLRVGFPTTLVRAAAVCKRWYHLASDMGFLRRFRKLNPPRLLGLYIHGSPVSS
PITQRFVPVLPEPPELLAAAVRTVEGYSFPTRESEANLARHCRNGSVFTTLCGDLYGYQLQHEVHNPLCPRATAISINPR
LTFNPAPPATGFEVLTREEEDGSLSYYYVFMELSYDEIGSTVPPKHWTARVYMLQDGIWRSHTTATPRIPVGRAGHSVLI
QNKVYMTVTMRDISVLDLNTSSFSTVQLPDGVQHPASDFMLSCTPDGSSIYLVELKDFQLCILIYKGGCWSIADTILLVM
CAGLMISDCTIEDAHSSSPWIKHVGDHAEFVLLQMGRHVRYLDTRCRTLRTLYEMSAEEQTWESIAIIPFMMIWPPVFPS
LRYDPARNCNVQK*MEDDTTTAAAKDAVSMVLRLDGLLIEILLRVGFPTTLVRAAAVCKRWYHLASDMGFLRRFRKLNPP
RLLGLYIHGSPVSSPITQRFVPVLPEPPELLAAAVRTVEGYSFPTRESEANLARHCRNGSVFTTLCGDLYGYQLQHEVHN
PLCPRATAISINPRLTFNPAPPATGFEVLTREEEDGSLSYYYVFMELSYDEIGSTVPPKHWTARVYMLQDGIWRSHTTAT
PRIPVGRAGHSVLIQNKVYMTVTMRDISVLDLNTSSFSTVQLPDGVQHPASDFMLSCTPDGSSIYLVELKDFQLCILIYK
GGCWSIADTILLVMCAGLMISDCTIEDAHSSSPWIKHVGDHAEFVLLQMGRHVRYLDTRCRTLRTLYEMSAEEQTWESIA
IIPFMMIWPPVFPSLRNCNVQK*                                                         
>Bdis_5g20260                                                                   
MDADIAGVAFFIAREGISKFIRWIMLCISPQPESDNCESSGWADLPSDLLGRILQLLELPEALAVAAVCSSWCSAAAAAG
VPRSGTPWLVSWNMTCVEPIQYGPPLHHKDNTRSTCPGIEFRNLLSADKTYRVNLLEGRRRHLHWCGASHGWLIAADELS
NLVLCDPFTFDMIPLPPITDLGCVKGVYDAEGGIVGYRYGKDHQGFNPATEILGQWFYQKVVLSCDPSSSSSHGGDYRAI
VIHYDADRVSFARAREGRWRLAAALSKGERYADCVYHDGRLFTVTLCGMIEMWGLNAPHEPTKQVIIADGDKKCGRVLTR
FLVSTPSGSLLQIRILRTRRQACCPVKIEVEMLEVHVEEGKLVGLSSSTALREHAVFVGLNHSACLPTKEFPKLRPNCVY
FTTPFLVNHDNFGLRALPGVFIYNLENQTFEDVPPSFGFSYGEYRPSAIWYIPRI*                        
>Bdis_5g22270                                                                   
MACAANRSPRQREDMANAVLPDEMLMEVLLRLPVKSILRFRAVCRSWAALLSSEEFCGLHMANKAEREPPEPLLLYLSST
QISASTGLRSSNDGLLLTLKGVRGDFAGMTPVPCRGLTLLHDALSGRYYLLNAATRAVAQLPPPCQSAENTLLSTTGLGF
DATTGRYKVVRLFSGQRLDDKDGIKREVYSPSGSGADDRWRPAAAGGALPSAFCELAVAAMFRALRCKLTPVFADGFLHW
LIDPAVSCFATRPEAAVLSFSLADETFSWFGSPPFDLEGAHLAELDGSLCMVRDLRRDCGLLEIWRVKDYYAGDWSLEHR
IDLARHAGKDLVDPQNIRVVGSCRAGKRLIFATSRCKVDVILQKMNLLPQMGEPKDVQRDRFLISEIKLYLSLWLESMLN
DITFQLWKDLERLCSFVKLERVAPLCWSVWKARNVICFQSKFPGEPSNFGVIHVLLDGLLPCWAGPQKPKRGTLTRATQI
LKQVLIEALSNSHGWGLKRLPLR*                                                        
>Bdis_5g22970                                                                   
MEMILQWLELPPELLGSIFSRLPTADDCACARTVCRSWRSAMRHHTSPARQLPPWVVLQDGSFMTSPQGSSHYRSHTFPD
DARCVGSTDGWLALDCVDGEKRHSYLLHNPFSNTTVPLPELEAIIGVVPESFMIRKVLMRSPPDDIVVLMPNNRNHLIIL
VRPGKGVWLPKPHTAPFTYIVDVAFLGDILYGITEAEDLFSFDITFYGDGIPVVASIHHVIIKGSAADDNTYEWSNDDKD
ENDNNEIESSDKDKDDSDSDDVEGHYEDEDARDSEDAEINDGEEVDMDQIFDGIVYGEDEINTIWYFVESRGKLLMVRRQ
MQCPPYHHNYTRKVEVFQADVISGMWMPVLDGLDGQAIFISKPFCKSIAACKEIDEDTIHFIDTRDTFNMRSQIISVPQD
DQDYYMIVWRFSDLEGPTWIFLPELVV*                                                    
>Bdis_5g23490                                                                   
MEKSTDPYSTMGRRRLSDLPDDLLRRILYFAPLKEAASTSALARRWRTLWLSSGAVNIDSRNYDHLEDDAKRDAFDHHAA
EAVYGRRLWPIKKLAFRYMEGENEDDDSLSYQVYLQVGELMGLLSAPGACHVEDLCVGLFFGPCPDEPNSLYGLSIGTLP
SAASLRVLHLSKVMDFCPQGPGSSLSPYPRLTEARLHFCYVSLGILQAFVDAAPMLGTLEVRAVQLCLFQDSQYPPAPRS
LRLRLPRVTDLVLDDFYCWGPEGRNTMEIQEPLLRRFAYEGHVRALYLEPPPEMMARVNLRFKVPALLVHPDDDGTCQLF
*                                                                               
>Bdis_5g24490                                                                   
MPNKKRKTSPGQQHEAAAKRKRIKRSKLQLISLPTDILFSVLSKLPLKEALRTSVLSTQWKHVWRGGCTKLDFTRKTILT
KNERTTFTSRSRDDNRKMFIKRVNSIIRQHSGIGIEQFRVIQPLHNEHADYVDTWVNYAIESKAKELVLDMDWEAHGPEI
VPYDFFSHSTNTNSYMHLNSLELNFVSLRLPADFTGFPNLTKLNLESVNITNEDTEHLLFICTLLVSLRIAHCKMLTSLR
TRHLNKLKHLVVLTCPLLQEIELNCGITQLDYRGPIIPLALARSLRLTNICIKLSTKHSAIDFIFSEIPNTLHDLEVLTL
RCTHIQRAVVPTRIFKFDSLRHLRLETIICRKKLDVLDLACLLEAAPFLEKFELHMVMNRDHRRYCLEDGELRRLPSYPH
CHLNMVHITGFYGQKDQLELALYVLNNATMLKEMKVEISSTVHEPGKLFCASFRIYSDGYSVASEFLGREDHNNVVHILG
SR*MPNKKRKTSPGQQHEAAAKRKRIKRSKLQLISLPTDILFSVLSKLPLKEALRTSVLSTQWKHVWRGGCTKLDFTRKT
ILTKNERTTFTSRSRDDNRKMFIKRVNSIIRQHSGIGIEQFRVIQPLHNEHADYVDTWVNYAIESKAKELVLDMDWEAHG
PEIVPYDFFSHSTNTNSYMHLNSLELNFVSLRLPADFTGFPNLTKLNLESVNITNEDTEHLLFICTLLVSLRIAHCKMLT
SLRTRHLNKLKHLVVLTCPLLQEIELNCGITQLDYRGPIIPLALARSLRLTNICIKLSTKHSAIDFIFSEIPNTLHDLEV
LTLRCTHIQRAVVPTRIFKFDSLRHLRLETIICRKKLDVLDLACLLEAAPFLEKFELHVSLLTQAFICI*          
>Bdis_5g25200                                                                   
MKRRHGDRLSGLPDKVLERILSSLPSAEAVRTSALSRRWRDVYAAVPVVDLVDTKVGRTHLSYDDLKVCFDQQVTGAILC
KSPGTPVRAFRLDVFSPPDALLDQWIGTVVSSGAEEIDVKLRYWHYSKRRLCPFGPSKEASADFQTYDLNRFTKTHRCIF
GCRTLRRLRLKNWTLELPLSVALSSLETLCLARIMDPDKQLQQLLSNCPQLADLTLQECPSVGKITVASVHLRSFTMICC
HHATRIGLRSPCLQSLRYKGGLPRKSLFKVANYPAVMALAIEICEDISTKEQTDVASVTRLITRCTNLTYLHLSLRPSMA
YCSSWLTDAVSGLPLRRFGLRSLLINDQDIESVVALLCDIQNLEFLSLFPLGAPKKWQSSYSDSESDTKSENGIIGEGDD



HDRQVPDSLLGMHIRCLDNKLRRINIGKYRALPLEKILAKFLLSRAGALEEFSVTLANGLTRHEYNEKCI*         
>Bdis_5g25230                                                                   
MNRRRQQEKEDRLSRLPDKTLERILSSLRTVEAVRTSALSRRWRAAHAAVPVVDLVDPKQGHMDCCSNNNIKACFDLQVT
AAILGKSPGTPVRALRLDACRPPGGLLDQWVATAAASGAEEIDVKLRYWHDEQRSLCPFGSSSKGASADFGKDLRGMYTK
TQRQIFRPCLQGLHYKGALPGESLFEVANHGSILALTIEICEDISKKERAEVIPVTTLISKCTKLTHLHLSLRPTMACHS
SLFADALRGLPCLRQLSLKGCLYDYHTVRRGGGAAHLAPVGSDHEPEDDSHDGATCSSQVTDPLWYNMRRMQIRCFDHKL
RRINIENYRGQQLERLLAEFLLSKAAALDKFSVTVTAQHSRHRIACELKSWRSNRHTRVAVDRWQEKL*           
>Bdis_5g25240                                                                   
MVPPAGRRRRDRLSGLSDDLIGHVLSFLPTKEAGRAAGLSRRWRTVFCNVHTVSFSERPGERADDWDTFYFEAEERKSCS
AALLDDVCAALLCRRRCAGHGVPLRRLRFAFDSCHGWDFAHVDTWLAHALRHSGSAPELHLELCFSLCPSCKRRRGGRTG
NRGYALPRKLFSCLALRTLSVAHCELNLPAAGAIDLPFLETLSLTGSCGNSGLLISRCPRLVDLTLEGDDGLQKVSVLDR
RLRRLALRCCHNVKSVEIDASELTSFDYSGELPMESLLSLHGLQHALSYCTLDFCKARPMASEFDRFRRLLEKLSDTKHL
HLHHGNLESRFFMRLPSFPNLTRLVLQGPLRDRAAVGAVGRVLELTPCLEVLSLFMEVAQDERRRHSNFAATPCLRHRVK
EINMVHYQGDEAQRTMARLLFGNALVLERMCVVLVKGTFEAQAKMKEEIESWVVAVDAEQIFL*                
>Bdis_5g25450                                                                   
MAQLLLRKVWGSVLARAGAPSPRGDPEPSSGSNSSSSSRRRAPRAAEHHYASLGALDAVPIDVLAQILRLLGPADAARSS
AVCRTWRLVASENGLWAFFLSLGPDPWDLVVFAETHLAAGPASSPPSVHCRSVRVSPQLSFKRIYGQRVVVPGSIIVDGG
SGYCKYGWSKYAAPSGRCATFLEFGNIESPMYARLRHFFSTIYTRMHVKSSARPIIVVLPLCHSDDTESARASRKQYKET
LYTVLFDMNVPAVCAVDQALVALYAAKRTSGIVVNIGFNTTSVVPIFQGRVMHEIGIETVGQGALKLTGFLKELMQQRNI
PFESLYTVRTIKEKICYVASDYEAELSKDTQASCEVDGEGWFTLSEERFKMAEILFQPQIGGTQAMGLHKAVALCMDHCY
NAEVLGDHSWFKTVVLAGGSSCLPGLPERLEKELRKLLPAYISEGIRVLPPPFGTDSAWFGAKMIGNVSTFAEAWCVNKK
QFRQKARRTGGPSLANAWV*                                                            
>Bdis_5g25490                                                                   
MDSAAAPQSARGTSPSRPRTKPRGLEEETRAASPNSKAGGRPSAALLHAADVRMDARVWGALPDDLLVEVLARVPPFLLF
RLRSVSRRWGSVLRDPAFLAACAAAPSSHGPCLLTFWRGGAPPQCSVLSVPLRARYKLPTGFLPAWDLWLVGSSHGLLCF
SGFDGPAFRTLVCNPLTQDWRVLPDMHYNQQRQLVLAVDRKRRSFKVIAASDVYGDKTLPTEVYDSKEDRWSVHQMMPAA
NLCSSKMAFCDSRLYLETLSPLGLMMYRVDAGRWEHIPAKFPRSLLDGYLVAGARKRLFLVGRIGLYSTLQSMRIWELDH
GRTVWVEISRMPPKYFRALLRLSAERFECFGQDNLICFTSWNQGKGLLYDVDKKAWSWIAGCATQLCNSQFCFYEPRFDA
SIY*                                                                            
>Bdis_5g26930                                                                   
MAAGGGTADEESAPAAPIHHLPPDALHNVLLRLPLRDAVVCRPVSRLFHETLSSPFLALLPALRLLLLRHPRPEGGGCLH
AFDPERRRWLRLPFTSFLPHQSFSPVASSSSLLYLWIETAAPAPPTLPSSSSSSTAHPAKALAVCNPFAGTYRLLPPLGS
AWARHGTVLAGPGGMVLVLTELAALSYTPSGSGKWMKHPLSLPSKPRSPILAAGAAAVFALCDVGTPWRSQWKLFSCPLA
KLTGGWAPVERVVWGDVFEILKRPRLLAGAGGRRVLMIGGLRSSFAIDAPCSTVLILRLDLATMEWDEAGRMPPNMYRCF
TGLCEAAAQGSAMPTPPTGGNNKVKVFGGDGKVWFAGKRVRGKLAMWEEDEVGSTGGKWDWVDGVPGYGDGVYRGFVFDG
GFTAMP*                                                                         
>Bdis_5g27110                                                                   
MSFRRMVRDFRESFGNLSRRNFEVKISSIPGLSGHLRGKSLESSSELHDSLVVIQQSSWASLPPELLRDVMKRLEEDDSN
WPSRKDVVACASVCTTWREMCKDIVRNPEFCGKLTFPVSLKQPGPRDGLIQCFIKRDKSKLTYHLYLSLTSAVLDDNGKF
LLSAKRSRRTTYTDYAISMDSKNISRSSSGYIGKLRSNFLGTKFIIYDTQPPYNAGKLCSQERASRRFSSRKVSPKVPTG
SYPIAQVNYELNVLGTRGPRRMQCTMHSIPRSAVDPDGTVPGQPKELLPRLFDESFRTTTSSFSKYSVADHSTDFGSSRF
SEYGGGALQDGDAADKETPLVLRNKVPRWHEQLQCWCLNFRGRVTVASVKNFQLIAGAPLPAPVASSEPSQPAPAQQPAQ
PQPSSSSSSSSHDTVLLQFGKVSKDTFTMDYRYPLSAFQAFAICLTSFDTKLACE*                        
>Bdis_5g27140                                                                   
MELRLLPHDVLCHILSRLSIKDVLRMSTLSRPWRQLGICHPDLVFTEETFFGSSNTINPSASMTAEFITRVDNVLRPLWA
TAGTTTTLDKFVIKFKLRRKHKYHIDRWITFATMSRAKLIALDFIMRESGPSFEHYKYIVPLCNLSGPSGSCVKSLDLGY
MCLKLHPSFCGIMNLKNLTLSTVSIDRVDLQCLLLSCALLESLSIEWCSLSSLCVQQELCQLQYLRVHGCDLEMIELHAP
NLTRFEFDDDLRQIMLTKSWKLSEATFVSNRRALPPYDYDLDLLFYELAPALPLLHELFVLLNVDQVLMFSNTQTSFINL
RHLNVNLDIFFDPLDTSWVMGLVYLLELSPVLEGLELHIDGGSFCRRNQTMVSAAEGPLLRHLRRVYISGFSDVLGLPEL
ALYILGNATVLERMIVDPVVRMKYDLRTDYFYPSTNFGSNKEFVVPPGPTTKENMFWITKKRMFAKQHLETEEFRHIVTV
L*                                                                              
>Sbic_01g000690                                                                 
MASRQQRGIARQSAWPDLPPELLERIVAVLAPRDRVAVRLVCASWRACVRDFFPTDLPFEAPRLLLRRPGTGGGLAFFSL
QRRKILPFTLPANLSAGRCCGHIGGWLAMASDADRSILLCNPVSGKSISLPPPPVFPVSKMVLSGPPTSRCWVAAALGRT
GTIVLFQPAVSSAWMTIGVNEGAQHGGFRDMAFWSGRLCALGYDGAVLAFRGDLRARAAAVSLLREAEHPVGALAAGHWR
VYLVEGDGELLVVRKLYMVRRNSEAVDLEVEVHVLSSATERKWELVEEMPGRAVFAGSVVSAAVPLELYPAAGLRESCVY
FARREVEMLAPHAICEYSMMDDEMRTVPIAGGHSADVEPVWITPFV*                                 
>Sbic_01g004505                                                                 
MANLNQEANPHGRPECVTCCAAFSFSEAGFADRISGLPDAVLRNIVSRLELKDAARTTVLSRRWRPIWRPPSPLVLSTCS
PSPTRFLYIPCPPLVSLDAHLSALVSEAGGADRISGLPDAVLRNIVSRLELKEAARTAVLSRRWRPIWRSAPLVLVDLCL
FPAELDSGGSHHRRLLALYDSVSRILADHPGPFSCVYLGTLVSTKAGRQSTL                            
>Sbic_01g005380                                                                 



MASERPPSRYRRLRKAFDLSAVTAASPDSKPAKRMRTTEKSTIYEDRISSLPEEILLMILDKLDARSTMTTTILSKRWRD
LPRRLPTSYNIAVDDILPPRYHRLKRLNMEAMAAYEAEKNMHKLTDIYAIKARHERWMAKIRPFTAILERYERRAMRRYV
KQVNAFLLAPKNVRQRRPVHKLRLQMLGRWHENIDEWVTAAIAKWGVEDFELVIDGDCGGYNLKQLDGYRNVRLERLTLS
NCQPICSWNCLTVQRLTKLTLGAGSYMGMISEILRNCIELRDFSITSSRVCQAALRFFVPTSKIKSLQVDRCCFGKIYLM
SLPCLETFVCRGRPTKLSYGEVPRLRHVSLDYLQTEDNDIDDGSGTSRTYPPSKFFKRIPPLDFLVLQFKGPRMWIEPFV
VPGGQLKKLFIANVPVNWDVLWILLLLGAAPALESFHVHIDNNSEQRSSGDLCDSLDANAHQHQNCRLKDLVVAGFEGLG
WQTSFVRLIMKRAPLLRHVHLLDGEVRDDEQELGALQIVPRRRVWHECERAEVLDDLTAGFRFPPRIILE*MASERPPSR
YRRLRKAFDLSAVTAASPDSKPAKRMRTTEKSTIYEDRISSLPEEILLMILDKLDARSTMTTTILSKRWRDLPRRLPTSY
NIAVDDILPPRYHRLKRLNMEAMAAYEAEKNMHKLTDIYAIKARHERWMAKIRPFTAILERYERRAMRRYVKQVNAFLLA
PKNVRQRRPVHKLRLQMLGRWHENIDEWVTAAIAKWGVEDFELVIDGDCGGYNLKQLDGYRNVRLERLTLSNCQPICSWN
CLTVQRLTKLTLGAGSYMGMISEILRNCIELRDFSITSSRVCQAALRFFVPTSKIKSLQVDRCCFGKIYLMSLPCLETFV
CRGRPTKLSYGEVPRLRHVSLDYLQTEDNDIDDGSGTSRTYPPSKFFKRIPPLDFLVLQFKGPRMWIEPFVVPGGQLKKL
FIANVPVNWDVLWILLLLGAAPALESFHVHIDNNSEQRSSGFEGLGWQTSFVRLIMKRAPLLRHVHLLDGEVRDDEQELG
ALQIVPRRRVWHECERAEVLDDLTAGFRFPPRIILE*                                           
>Sbic_01g009433                                                                 
EPARPSAGREPELLSWADLPADILGLVVGRLPRVDDRARLRSVCRAWRAAARVHGRPPSPLPLLVLSDFSFSAFCADGAM
ADVRRIPLPSREMAAGVRCVGSFHGWLVGVQLNKGRYFGDGRCFLMNAFYQDVVRLPPPSVNTHSLDAYSKSLPIANGSG
AVQCTVNGAQYVMSFCKVVLSSSPDHDGKCIVAAVSVHRSTASLALWRPGMTSWCVCQGGCISKFSDIALYQGKVYMFSK
VTTNLFVFDISEDESGLMVSGVERCVTELSEVRDSYGQRWNIVEWHGKLLLVVIYLGLEGWRNICKIGVFEVDLSTNPFR
FTEINSLDGDCIFISPCSSNSFRACLYEGVEDDLIYFIDGGLNHSRNASPFDKFVYNMRDGTLAPFAVEITDDNLRAPDG
NLMNPTWLFPCE                                                                    
>Sbic_01g009440                                                                 
MVSTVVVRRKRSRSPPHGFDSGRRTRPRPRSTPSSPDVARKRSRSPPHCSDREGPKRPRLVPSSADVGRKRPGPSSCGFD
SAPCKRARPTMEVEPTGEGEAAAAAAAALPDDMLLEVFKRLPPPRDVVRCAAVCRRWRRVVSGAGAACLPRPPTHFGFFR
NYGPSPLPPFVPTAGLSLDIGFLPVPPACGAVLVDARNRRLLLRELGPVYPRELRLLVCSPLEKMYVRVPPLFIAGHRVA
CCVLVPGEGVAFRVVVVLFGTDPNHFEVLIYSSVSSAWESATGPVHRNLVPRQGPSVVVGDVMYKLQAEDKYIMVVDVVK
MTLSAVSLPDARTLLYAGNHWIGKTLDGRLCFFVIREQLTLVTWVLQASGKWVEQQPVDLRALMHPAFVGDLAHMKLSAK
MSDQLRGFKLVSFAAFCEGTGTLFFVMADWVVMLDPRTGRLLRLWRNTDDSRPLGDVYPCEMLQWPPVLKNFGGSDEAGG
V*                                                                              
>Sbic_01g009780                                                                 
MGVTLPEDALAEILRRLPPRSLATSRCVCKAWRAIVDSRRLLLPELLPHSVRGIFFMCRDINFPLFLSHPSTDPEMLGKL
DFYRDPDLYGSASVLSHCNGLLLYEDIRGLHVANPATQRWAHLPPLPRFWGLFCHGAHLVFDPTESPHYEVFLVPENLFR
EDPDMERREQMTDEEWPPSTWVLCVFSSRTGKWEERAFVREGEAAGMASDKALQRHDERDSWPICSAYWNGVLFAQCNGG
FTVMRISLSNNKHKVIKMPTGIGELEKVYLGRSKEELCCATINREKLRVWILDDSCGMMGWRLKHHIDIEYTISHVMWFI
ENEGPWNLQDISNNEDNGLQNLQDVNNNEDVNNNAPVKSKVEWDSDNDNIIDLESDDEVSFMGCNTVLGFHPYKDVIFLN
FALERAVAYHLNTSVVQDLGKVRPDYYCGYAAELLSSFLYTPCLMAEFPEEG*                           
>Sbic_01g010780                                                                 
MAPPLPSLPTDCLLHVFLRLDPISIARCAAVSKHWHRAVIDNAYDIRRCLAGHADSCLLLGLHYREMFPGELGFSHRSSW
LPSAGRHWSDDLPVPCSMPVAEGTKTKLYAPLACSDGLLLVCRGLPSQISVVNSLTGFHASVPRPSGARIYIYNVVRDDD
GGTLPPLLLQNYRSETGEWSQVFQPEAEGFRCSCGAAPLVCQGAVHWLCKKVSGYGQEEFVVDRTIAVDIATGRARMTRL
PEHCSMFDQDVSIGKKLMLATYEGDRLSLLRREEASLEVSVWLYVGDHGGGGGDDPERSWLLRQSINIRKLIEDAGLSRF
RLRCKDWSVLEIRLEWFCPRSRCVIMWIPYLGLLVLDLASKQIRRATGDSHGHIWPYEIDLTLCLSSIKMF*        
>Sbic_01g011060                                                                 
MDSRAVGDGAGGGPDASSPADPPSPEPDPSAGSMDARLPADLLRAVLQRLPPIDLARSACVCRAWRAVASDRAVVEAAFC
APWGVRRVVGEPATGAFWRTACLGRFALSHAVRRGDTVPGVALKYSVQVTDIKRFNNMMSDHGIYSRERLLIPISNPEIL
MGSTCYIEMDHNAKREVAIFYPEGRPGGKTESVASIVAAERRSKRILESVRRSLHVDDGTAAYYLSVTEGDPRAAMMEYS
EDLRWEQQRAGG*                                                                   
>Sbic_01g011670                                                                 
MDQLSRDVLADVLALLPPRTLAVSRCVCREWRDVVDADARCQLRTDLLPLSVAGIFMETNEAEPPEFFVRPSMARKIAGN
LRSYLRMDKDHHGLSLASISDCCNGLVLLDDDLVVNPATRQWMRLPPYPTLPGEEKNYYDYWYLVFDPTLSPHFEVFSMK
SPLDYKDKSPQLEYMLLRIYSSSTQRWEERPFLRDEEEHTTTTAANVWSKLNCGSWHAVYGHGALYAYWKLTFITRINVS
SNKYQVINLPPHINSTRYHQFRLGKSVNGVHFAVAGYKEGLQVWFLDESGSKTKWVLKHVSRYPFNNDQTDKPWSLQRPY
AYDDDDQEENNKEPTTAEKDSDWDSDADNAGDIDFERDEKYSCPYFEVLGFHPYRDIVFFRLKVERPW*           
>Sbic_01g011693                                                                 
VPRDVLADVLALLPPRTLAVSRCVCREWRDVVDADARCMRRTDLLPLSVAGIFVETNEAEPPDFFVRPSMARDIGEQHDL
AAGAREVEPRGVPSPDCSPALMAHVAQHERQRLAQHAQDEEPRADSACSPRTGRTDALAAGQACAGGGFSLTRPFSRAGS
LDRRGNRSRDQVPRDVLADVLALLPPPTLAVSRCVCREWRDVVDADVRCQLRTDLLPLSVAGIFVETNEAEPPDFFIRPS
MARKIASGLQSYLKMDKDHHGLSLASISDCCLMMISWCYQFRLGKSVGGVHFAAVGQRRLQVWFLDESGSKIEWVLKHVT
RYPFSDHQTGRPWILQHGSYSYDDVQEENNEEPTAAENDSGWDSDADNATDIDLDSCQYIELLGLHPYRDIVFLVLPSKK
AVAYYFNSSKIQHLGGLFIGHFYQFIKEGFIYTPTWIGELPAANYLV*                                
>Sbic_01g011800                                                                 
MDQVPRDVLADVLALLPPRTLAVSRCVCREWRDVVDADARCQLRTDLLPLSVAGIFVETNEPEPPDFFGRPSMARKIASD



LQSYLKMDKDHQGLSLASISDCCNGLVLLDDDLVVFSMKSPLDYKDKSPQLEYMLLRIYSSSTQRWEERPFLRDEEEHTT
TAAANVWSKLDCGSWHAVYGNGALYVYWKLTFITRINVSSNKYQVINLPPDINLTRYHQVRLGKSVNGIHFAVASYQEGL
QIWFLDESGSNTKWVLKHVSRYPFNNDQTDRPWSLQRPYAYDDDDQEENNKEPTTAEKDSDWDSDADNAGDIDFERDEKY
SCPYFEVLGFHPYRDIVFFKLLREVVAYYFNSSKMQSLGQLLIRYQYQVIVESFIYPPTWIGELPGANYLVRSRNSYSIE
EEDLLHSIED*                                                                     
>Sbic_01g012410                                                                 
MDRRDQQGEAAAEDKTCPLALLPDDVLADVLRRLPPRGLAVSRCVCKAWLAVVDALRLLRADLLPLSLGGFFLNFNTYSI
SEFFSPLSDGPCISGKHDYLPQKSTDSWGYVDDHCNGLVLIHDSDDNGDRISYLLNPATRWLALVHSCPPSPMEIKNTFQ
VQYIVYDPAESPYYDVVSVTRFQWYESSRDALDPEIEQSEWPPLVYTLHVFSSRTGQWEEKSFVREGDSMGTVSDMRYYP
GCQMEWVLKHDRDLSKWLLKHKLESSRPHGNYGRKIQGPWAFQDTNYYYDDHNRDHDMEAPVEEKIEWTSQASEDDEFTW
SSDDECGHTGYMEILGFHPCKEIIFLSESITRGLAYHLNSSKVEVLGNIYPAGYENELPNEQLLESSFSNTPCWITQAAD
ENS*                                                                            
>Sbic_01g013220                                                                 
MGKDAADQIGFEFLLLLLYPVIYLNRGRQGQQLPQQQLMKTATMGATASPKRIKSTAASALPDEIVEEILARLPAKSLRR
FQCVSRSWHGLITSPPFRQLHSSRRASQPRGLFVRPAGYVGSFHACRQLGCPDPAVEEILSFADFAPGDVFPINKSCCHG
LVLLCSLDYSAHYVWNPSTADILPLPDRTPFRTAGYMAHPFVSYGLGHCSTTDQYKVVRMYCHRNAMFCEVFTLDQSTYW
RPAATEPPQCHRLRLRISQGGVFCNGSLHFVAHDGVIIAFNVDDETFGTLRPPAGLEYSFFDLTELDGCLCVYFSSQVPT
PDSPYHIWLLRDYQGCRWEKLRCFDWKTMTDAECAALKSHWVAPLAMYLEDGSTKIMFGTGSCKVFVVDTSRSNNPPVTL
FSLQLEEDGGDGQFATMGFFEESLVPVGRTVDEIILSSPSAEAWCQVLSRLPARTVGRLNQVCKEWRAMIKSESFVVDSH
LKYQLANLSSKSPQIMFTDGKPNSFKPLENFIIDASQVPPLIDDGDSCSRVVCSKPCHGLNAGAFMSCDFVCNPITGYYK
ALPLDDDDDGDPHMFAGRLGLGYDVETDMHVLVRITFKERNLTTRDYKLECEIRCVEETMFWEELDPPHRPIAADTPPAY
SSGKIYWMADSKLLGQRSSSSGYEIIAFDVATYEFEILKGPPLGSHGHDDECVSIVELQGQICVVCSHPRLDSMEIWAMK
GNGTDWSMEYYIDLRRFTPEYSSELVTPIAIDPRDGRILLSTGRALGYYDPKTAEIQTVYCLGKHISKDKKFVPILFQES
LVTPCEQVNY*                                                                     
>Sbic_01g013240                                                                 
MGATATASPKRIKSTAASALPDEIVEEILARLPAKSLRRFQCVSRSWHGLITSPPFRQLHSSRRASQPRGLFVRPAGYVG
SFHACRQLGCPDPAVEEILSFADFAPGDVFPINKSCCHGLVLLCSLDYSAHYVWNPSTTDILPLPDRTPFRTAGYMAHPF
VSYGLGHCSTTDQYKVVRMYCHRNAMFCEVFTLDQSTYWRPAATEPPQCHRLRLRISQGGVFCNGSLHFVAHDGVIIAFN
VDDETFGTLGPPAGLESSFFDLTELDGCLCVYFSSQVPTPDSPYHIWLLRDYQGCRWEKLRCFDWKTMTDAECAALKSHW
VAPLAMYLEDGSTKIMFGTGSCKVFVVDTSRSNNPPVTLFSLQLEEDGGDGQFATMGFFEESLVPVGRTVDEIILSSPSA
EAWCQVLSRLPARTVGRLNQVCKEWRAMIKSESFVVDSHLKYQLANLSSKSPQIMFTDGKPNSFKPLENFIIDASQVPPL
IDDGDSCSRVVCSKPCHGLNAGAFMSCDFVCNPITGYYKALPLDDDDDGDPHMFAGRLGLGYDVETDMHVLVRITFKERN
LTTRDYKLECEIRCVEETMFWEELDPPHRPIAADTPPAYSSGKIYWMADSKLLGQRSSSSGYEIIAFDVATYEFEILKGP
PLGSHGHDDECVSIVELQGQICVVCSHPRLDSMEIWAMKGNGTGWSMEYYIDLRRFTPEYSSELVTPIAIDPRDGRILLS
TGRALGYYDPKTAEIQTVYCLGKHISKDKKFVPILFQESLVTPCEQVNY*                              
>Sbic_01g013630                                                                 
MERQMDLARLLPDDVSADILRGRLPPRSLAVCRRVCTSWRALIDDCGILRADLLPQSLAGLIISYNELNFAELFARPSVD
SGDYGMPSGVVQDHCNGLLLLDGWVHNPATSRYAMLPERRPAPRHDQYATEYEYLVFDPTISSHFFEVLLIPRTVFSPGA
TCLLPSEWPPSPWILSFFSSTTGVWEEKSFIRQGEDAGTVADMQLDRRLVEVDGGRKAEYWRGALYVHCEPDFIMRISLS
NSSYRVIKNPSGFQDGKFVLGRSKKGIYYALLDAKYRLRVWILHESSDDQVDWILRHDSGRGLAFPPYLSCDSGPWILSY
TNSDDESEGDDESEDEEEAQVEEEYEWNSDDDSVILPTDDRVVEECHTARS*                            
>Sbic_01g013880                                                                 
METAAAASTKGPSAAPSWADMETDCLVHVFARLDLEDLAASAPLVCRGWRRAAADPSLWRALDLRRDHLARFMPWAPLAA
AFARRYAVHRFSLAGFLRLCVSRARGSAHDVALPPLLADPAHEIDHISLQCPRLQRLALPQLTAADEARLPDLIPRWPLL
EHLELDTKPSSSSPSSFPALVAQLALHCPAFASLKTSGAVKPEDAAAVARSLPGLRSLCLDRSYLPREQLLAILAGCREL
REFSARGCVGFDENDEEVLRRGARIQRFDVGGSKLVDDDLEEEFAAGGGGFCDLSDVDVIVM*                 
>Sbic_01g014150                                                                 
MASLPKPPPPPRPKTRGNYNCGRCGQPKKGHVCVGPVAPGPAPTPSPSSSSGAASATASASAGGGEQQHRLRRALSFDEA
GTTPSSPEKKPKVEDDADMAEAELDDEEEGATVDVGARRPVPTEVMAEVLRRLGPRGVLAAAGVSRGWRDCAGRVWRAAD
ELRLRVLAASGVALLAALLPRCTALSRLYLRMESDVDATTLDCIAFSCPSLRTLEITMAADAVNRITGEDLSRFVSEKST
LSVLKIGGCSNLDILNLCSSSLSILWLSDLCSLSKSVMNCPNMNELSLCFTQQSSDCTDLVTLMDGLGRTCLNLKKMHIS
SSQLSNEAVCALENANLRGLCMLSLILGSKITDAAVASIVRSCPSLELLDLSGSSISDNGVGMICKAFPHTLSRLLLALC
PNVTTRGIQLATAQLPCLQLMDCGMSLCTNMKNEKEGPYFGELNGCIRIIPKLSTLKRQPIHQKLIIKHGNLKKLSLWGC
SAIDALYVNCPELNDLNLNSCTNLHPERLLLQCPNLKNVHASGCQDMLIGAIRNQVLNEFAAAEPSLPCKRLADGLKRVQ
LPQFQKQQPLEDDKLIQLSQTQCILVHNNITRAS*                                             
>Sbic_01g014700                                                                 
MELGGGGGGGGGGESAAKRARLSSGDADSAAATGEDRLSALPEDVLVCILLHLTTSAAARTSVLSRHWRRIWALLPVLCF
RYPPDPRQIGRALEAHEAALLRLYVCTQDADPDSMSAWLPVAARRLSGGLLFHNVVVRERGAQEGDEEEAAQSGAFELPC
LERATEVLLHLGFLGLAVPPAGVFARLTRLCLVRVRLTKLTVSDARGLDNLAIHSDSLWQVELIDLRGLQQLNIVAPALK
ELKVKHCFFYSPSKPVASITAPQLATLRWMDPYDPSSVHLGEMSHLRLLRPFFFVVYGNDSYAHNQSCLSLLRPFKVIKH
LILTLAYLWDIDDYQYVMEDMTMLPDITILHLNILANKHAFGASAFHALRMCSGIRKLMLEFLAPTVVEAQTTCPPGCIC
GEHQNWETEHLVLNHLKEVEITRMRGSEHEVTFVKHLFIWGTALEKMMVFFDKSVTESAAKELSQVLRSFARPEIRMEIH



TYLDMVMMMYEPED*                                                                 
>Sbic_01g014920                                                                 
MARTSANNPAQMLPDDMLADVLGRLPPRSLAVSRCVCTAWRATSCRCRSIAGVFVNYVSDLAWSFAELFSRRSPETKKEE
EELVSSSSSSCSSFPYYPAHVLIEDHCNGLLLLRDSNYVLNPATGWRMALPPECPRPAHAGMEDFWQDMYLVFDPTVSSS
HFELFLVPRVPFDHSIEELDKHGERVFYAEGLQIDTALLGSQWPLSPCILNVFSSATGRWEERSFHRDDGGEGAGTVADM
RIDAELHLGKSENGIYFALLGDEAQLWVWILAETNGQAEWILRHGTGAGLSLQSLNCTKRFHAPWILHHVTSHHLTGAKD
DQNINALAEYNEYEWNSDNDDDEEEIILHSEDNNGQTHCSGYLEILAFHPYKEILFLHRSMRRGLAYHLNSSKLEDLGAL
SPNMPFIENIGTCFPFTPCWV*                                                          
>Sbic_01g015450                                                                 
MELLTDDVLADVLRRLPPRSLAVSRCVCRAWRALIDAGDGMLCADDLPHSLAGLVICYDDHQGLPRAMLFARPGVGSERV
ATTDRDRNHHHLEYEFLAFDPAVSSDYEVVMVPYVVVPPESKDVGEPGGGGAGAMLHSEWPPSPWILTVFSSATGLWEER
SFLRRGEPAGTVADLRPNWWRNWREDGRAEYWRGMLYVHCETNFVMRISLSDSTYRVIKPPRCFGDHQEFVIGRSKKGIY
SAFLDDKYRLWIWILDESCDDQIEWKLMHDSGRGIAFPSPSLGRGPWILYDLGSEDQDDEDEAQAQLDQHQDDQNEAQLD
QEFEWNSDDDNDSNIILPTDDVTEERRRFVQVMAFHPYKEIVFFHVSSTRVMAYHLSSSKVQDLGALLPVTFMSWQRHEY
IRNYFPYTPCWMGELPEEEFE*                                                          
>Sbic_01g015630                                                                 
MPTTTAAAITLIPDDVLADVLRLLGSPSGLAACRSVCRAWRAVIDDRRLLRADLLPLSLSGLLLCLNVEGEPEPPELLAR
PGAGVTGYLMPRRSVWIQDHCNGLILVGNDVLNPATGRVVRLPKCPPSPFWGDPRCFSEHRYLAFDPAESPHFYQVFCIP
MVLTNSEGPGAAYRAIAQCEWPPSPFVLSVFSSMTGRWEARSLVRQGGAAGKVDDMVVPLSYDNLHSACWRGALYVHCQN
DFVMRISLSDHTTTYQVIKPPREVEECRDPLCGRGRLGRSEKGVYFASFDREMHLCVWILHDGGGHMEWIPRHRSAYGLA
MPSSPRSSWTLHNALRSEDANVDAQEWDSDDDAAETTLHAETEDRIQEQLLVDYEILALHPYREIIFMFKEAQGREVAYA
YHLKSSKLEDLGKLFPKDGTPGCFTLMENSFPYTPCRMGAP*                                      
>Sbic_01g016790                                                                 
MDSSEKRARAATAAAGLTDDLIVDILSRLPVKSVCRFKCVSRHWHGLISHPEHRKNIPQTVSGFFYPHYLLNQEDEITAI
PEFIRIRGTEEPPFLDPSLPFLPGYRWIRPRDCCGGLLLNMCWKVNPRDEFNYVVCNPAADTWVVLPEPLNNSPVSTVRL
GFDPAVSSHFHVFQLLEEDQYGYITGLEIYSSETGAWSHKENGWSDEVVPIGERGVFMNGILHLISSESTILTVDKEGKT
WRTIPLLESMSFKNFANGPVAFIGQSQGRLCYINTRRHLSSKISVWILEDYSAGQWMFKYNVSTSQLCGKVDLMFERDYS
LIAIHPECNVIFVVWKCGNLLMSYDMDHGKVCVICSLTEPMYDAFLPYFPYVPFFSDSLADQN*                
>Sbic_01g017490                                                                 
MATPPPPPKLQCGRSLLDLPDELIPEILLRLPPHDPRRLVRCSAVCKPWRRLLTDPAFLRRYRAFHGVPPMLGLIFYLEL
PRSRFLARFVRTTSFRPRTLDHAGCYVRDARHGRVLFSNATSEENEDELFVWSPVTGERWGLDMPSPFDCWSVAVLCAAA
AREGGCDCDHLDCHGGPFLVTFVDTDDDGRTYARVYSSETGAWSDATYAQHPNNLAMDMKDPSALVGNRIYFPAAGSKTI
VEYDLGRRKLAFVDPPLAHQGHGILMPAMGGGLGFASVRGSRLYLWSRETGSARTAAAWTPSRVLELNTLPNRRTRGPRR
HLRQDKCWRLRD*                                                                   
>Sbic_01g017830                                                                 
MMGENKWMGKRWEDMDTDVLVKIFKELNLVELSPVSQVCRLWRSACSDPLIWGTLDFGLLKSNFIQTRASPYIWVDDRSD
KRLARILRVAMAISCGNVNCMIFHYNLFMKDEHLHFISERLCVACQRMVVDEGIMRWYRYEDWFWRRDEVRSLDLQDYGK
LFDAGCERLTSVE*                                                                  
>Sbic_01g018980                                                                 
MGEEAPPAPTADSSQDAPVLLTEVITEILARLPAKSVGRFRCVSHAWLAMLSSPYFVDLHLRRANPPDHPRLLLTAVGSG
YDDHLHSWRPGGAVQKLMPDDFSDGIIVPLTKPCRGLILVRGTDYNGYFVCNPSTGDVLPLPDTQATMKMIWRPKLFQSH
PPPYFFEVSYGLGYCEARKEFKVVRFFCNPESETGMASSTSCDVFVLNKPAYWRPAAEPPPLCWVEEKKPAVSLNGYMHF
LCRDGGIVTFSISNETFGSLPPPLGFEAAPSVMTELDGCLCLCYGEPDSEDLYHVCVLRNYNEARWETLCCIDRTAWPDS
ERTLLNSRWMAPLGIYYSDGGQKMMFGTGSCKVFTVDLDGNAPEILFTPDETIIGCCEDDNIPALGLYEESLVPVGCTIE
EMISRSPTTEAWFDILKWLPARSVLELSLVCREWRAMIMTDLFIQSHVIHANLNKSPRIMFIMDPRFGNYMDLEKFTDEQ
GPRMFADLVCSPQPVHGLNVGSSAIWDFICNPAIGYCRVISFDDNDGTLFPGRIGLGYDSEIDKHVVVHITYKEKNLETR
HYELQCKMQYVNDEQWRQVDPPPRPVSATPPAFVSSKIYWLVEPNLGPVSATCEIVSFNVKTEEFEVLKGPPCSHDCGRM
TILQLQGALCVAYSDQSVNKIDVWMMKDCDLWLVEYQIELEKFLTDYSLENTTPLAVDPKDGRILLNAGWSLGYYDPKTA
EIETIYSMNILNHSYKFCPIICHESLVWPFSPS*                                              
>Sbic_01g022240                                                                 
MDAASRPPPPHGAGVRVRAPLVESVSCYCRLDTGLKTVVDARKFVPGAKMCMQPEVKQNKRKSRGSRKERSKTQAPLLPG
LPDDLAIACLIRVPRVEHPNLRMVCRRWNRLLSGNYFYSLRKKIGVAEEWVYVFKRDREGKISWHAFDPLHQLWKSLPPV
PHEYSEALGFGCAVLSGCYLYLFGGKDPLRGSMRRVVFYNARTNKWHRAPDMMRKRHFFGSCVINNCLYVAGGECEGIQR
TLQSAEVYDPNRNRWACITEMNNGMVPFIGVVYDGKWFLKGLDSHRQVTSEVYLPSSNTWSVIDDEMVTGWRNPSISFNG
RLYSADCRDGCKLRVYDENTGTWTRFMDSKHHLGSSRAFEAAALVSLNGKLCVIRNNMSITLVDVSDPTMSVETSSARMW
ETVARKGQHRSFVANLWSSIAGRNLKSHIIHCQVLQV*                                          
>Sbic_01g026700                                                                 
MASLLKKFVDAEQWDAEDIAGRLGMVFHAAFLFAGFRPYGAQPRSGHLLKKQSRKKGGGSLCLSRQYTAPDLAHRDGADA
AVLMLCAQGRYAALLVFLTADGDDDTPEIAYMERLDLLTVWPLLSRSLGGVEPWASRICKALADGVCWGLLHELCSRNGL
PLSGFASLPDDLQGAVLEKLTDGKDLARVECVSSQLRLLVAERDHQLWRTLYKALPARQRRGWWRLWWFFPDADSSDEET
LRVGSTWKDKYVEARRRSNRPIPRSWFFDSFDFEPIWMIRRRDLSSWPLDYWFIQDPPEEEKTLPPRVDRSGVRRRKLPR
NNDKKWHGGGAIHSPSSRYRWKHR*                                                       



>Sbic_01g027340                                                                 
MSGDRRVPGDVCRINALPDNVLLHILSYLNARQVVQTCVLSRQWRNLWRSVPRINATSDEFEHMSDNYDEDTVLFKKFVN
RFLMLRNPFALDDFRLWYDMPWYSYDYSEDANLWICHALHCNARSIMVTIRVYSLDLDPMVFISGRILTRLHLSNVNLFP
GFFCQLGTCCEALKYLYLCDCLMFDVEITSKTLKVLIIDVGCHYAFEEQCSILIPSLVFLEYCNFTQERLPLLKNMESLE
RTCLLLDTCTEDGIRQFLKGLSGVTDFDLDISYQGNMLNMGNRQWCPKFNNLTTLTLSQWCLHPDFYPLIVFLQNSPSLK
NLSLKLRGVGHTHQRFIGELEERSFSCEHLGSVDIVCWGVQEHDPVLDNLVELLTDNGIEPDKIHISILL*         
>Sbic_01g027450                                                                 
MPPPRRARLSSRPYYSVAASERSSSTRGWLAVRRNRPSKRSRSRAPAPTIAQGDEEDDGTPLTDEILVGIFAGLPDFSDL
VRCAATCKRWCRLVSREAAFICRSRRCRRRPYVRSLALGFFYLHRRGAAVPRFAATASASRRLALRQPSLNALVEGLDDG
LFDSSRLVASRNGLVVVELQRGKRERALKLCVCNPMTGEVTVLPSLGGKEIVRPYACTIITADDDVDDDDDRTIGFTAGT
HREHSQILIHSSSEFNLTGGSCAPPQDQNHGRDSPRAPSSYNVLLVYCRRGFTACRTYASDSGRWGREEKVTDATRLGKK
QMAAMAAGNSVVAHKVVYWHAKTMVFALRLGTLHAEHLQMPDTGKDAAGNTLLGVSPEGWLRVVQVVEKISDPSSPPATV
KRSVSIVVVTGQISATDDGECLWDQPQPRQVIEVVGRFLPSSETTWIQLQWMCEKSGVVFFTAGCVDDDQTGDVYAMSLD
KQEVEKVANHHGGPSTWENLHGYEMDRTSYLSSLAMDEDDP*                                      
>Sbic_01g028950                                                                 
MTRRVRRRTCREREGRGVRGASRVVSAGPEGEEDAAAVEVDWRALPDDTVLQLFARLNYRDRANMASACRAWRALGSSPC
LWSTLDLRAHRYDREVASSLASRCGSLRRLRLRGHEAAEAVPGLRARGLREVVADGCRGLTDATLAVLAARHEDLQSLQI
GPDPLEHISSDALRHVALCCSQLRRLRLSGLREADADAVGALARCCPLLEDVAFLDCGTVDEAALAGIHSLRFLSVAGCR
SLKWATASTSWTQLPSLIALDVSRTDVPPSAVSRLISHAKTLKLICTLNCISVEEEQLHNPAVFSNSKGKVVLTINSDFK
TFETMFPVVDVKAHEVFNQCSWSHKDKIAGDTMTWLEWILSQSLLRIAESNPQGMDSFWLQKGTALLLRLLKSLQEDVQE
RAATALATFVVMDDESANVDPARSEAVMQNGGIRMLLDLARCSRESAQSEAAKAIANLSVNTKVAKAVAEEGGITILTNL
AKSMNRLVAEEAAGGLWNLSVGEDHKAAIAVSGGIKALVDLIFRWPAGTDGVLERAAGALANLAADDKCSLEVAKAGGVH
ALVTLARSCKLDGVLEQAARGLANLAAHGDNNDNNAAVGQEAGALEALVQLTGSQNEGVRQEAAGALWNLSFDDRNREAI
AAVGGVEALVALVQQCLNASEGLQERAAGALWGLSVSEANSIAIGQGGGVAPLLTLARSEVEDVHETAAGALWNLAFYYG
NALRIVEEGGVPVLVKICSSSGSKMARFMSALALAYMFDGRMDEVALVGASSDSSSKSVNVEGARRIAFKHIETFVLTFS
DPQMFSMAAASSAPAALSHVAEAVFIHEAGHLRCSRSEIGRFVAMLRNPSPILRACAAFALLQFTIPGGRHAVHHAGLLQ
EAGAGRVLRAAAAATTASIEAKIFARIVLRNLEHHQSGTST*                                      
>Sbic_01g031390                                                                 
MEAAPKKSNPADSLTVNLLVEILRRLPVRSLCRFKCVSRSWYRLISNPHHRMPQTLAGFFYHSFNGERFPRRAHHFTNVT
GKGVPFIYPSFSFLPVPSKDVVLRDSCNGLLLCTCYEPSPNDGNNFHYVVCNPATKKWLMFPGGNWDADCVRTARLGFDP
TVSSHFHVIECVVDPSDDCVIGVKIYSSKTATWNFKESQSKWGDGVMLDDTSRSVFLNGFMHMLTYASGIIVVDMEGKIW
RKIPMRGADLSGGSIHQTQGRLCLLNVDIHNPSNLSIWILEDHGSNKWTLKHTVSTMRLFRQKNIQFDGPGGYNVIAVHP
ECNLIFFVYGWDQTLMAYEVDRKVRVIRKLGRDCSGPYLPYVPLFLEQLAE*                            
>Sbic_01g031620                                                                 
MAAGSKERRNPATCLTDDLIVEILSRLPVKSVCRFKCVSKHWLGLISHPDHRKKLPQTLAGIFYHTTSSELFPELVRHFT
NVTGKGAPLISPSLSFLPGHADITLLDCYNGLLLCRSRTTAGANRYVVCNPATEEWVALPESSEAGFDPVVCPNVHVFEF
VERHEPVYGYFPAEYISGLEIYSSETGHWAHRDSGWSDDVA*                                      
>Sbic_01g031640                                                                 
MEEARDTKKKRSLAVTSSASTAAATGVGLTDDHIVDILSRVPVKSICRFKCVSPSWRSLISHPDNRKKLPQTVTGFFYFD
EFDSCTFVSLLAEPPRRTTGRGWVRPRSPCDFLPANTGGGVVDCCNGLVLLNNSRGGGGGGGSEPRASYVVCNPATEKWT
TVPASTRAGKICSASILCFDPAISPHFHVVQLLDRDPEADEADDEEEEDWFAEESSQFEGFNIYSSETGAWVFHPHDSHW
SPVAHRSRRIFFNGQLHFVTGDDGAVAALDMKGQQKRRVIPVPRSGEVQLIGHSQGRLLYANRDARNASKLSIYVLGEGG
NGNGRWTLKHCVETSSGLFAGEEYLQSGLLVGVAAIHPHGDSVFLFDSLQGRLMSYGMGSRRGHVVGNVEESPLWSFVPW
LDVCGHQFHRFQLCFVSIQG*                                                           
>Sbic_01g031650                                                                 
MEAAARDTEKKRSLAVTSSTAGGGVGLTDDLVVEILSRVPVKSICRFKCVSPSWRSLISHPDNRKKLPHTVTGFLYLVEF
DTCSFVSLLAEPPRRTTGRGRVVRPRSPCDFLPANTAGGGVVADCCNGLVLLKNSGDGSVSVSGSGSGPRASYVVCNPAT
EKWASVPGSTHAGKICSASILCFEPAISLRHFHVVELLWWVANEEDENHCFNGLLHFITAIDGAVAALDMDGQTRSVIPV
PRRGGGGFIGHSQGRLLYASRDVGNTSKLPIYVLLGEEGESNGSRWTLKHCVDTSGLVFTDADEYLLQSGLLVGLGVAAI
HPHGDSIFLFDSLQGKLMSYSMDSQRAHVIRSVTKSPYFWSFLPYVPHYLETAALQNSN*                    
>Sbic_01g031680                                                                 
MRLSGRLVMDPSKKSACAAADLTDDIIVEILSRLPVKSICRFKCVSWHWYGLITHSEHRKKIPQTLSGFFYGFVHHRGRF
NREENDIIIFSDFMDITVREELLFLDPSLPFLTGYRQIIPKTCCNGLLFCLCRKVFPRDEANYVVCNPATEKWFVLPESD
YDSGACAYRFRFDPAISSHFHVFQILEEDQGYGFIAVAGVNIYSSETGAWSRKANGWGNNLQLVDSIEFFFKGMLHLMTN
CFKLLAVDTQDIFSSNLTLIGQSRGQLYYFNTRERDLSVLSVWILEDYDSDEWIFKYNISTSQLFGEKGLGFALIAIHPE
CSLIYFVWKCEGILMSYDMERGKVCVVCNAMEHLYDPVLYYLPYVPFLSGSARLEA*                       
>Sbic_01g032310                                                                 
MASEFPDEVLKSVFPLLDGKDLVFCMLVCRQWREVAKDDYFWKCICSRKWPSICKLPPSDTNYKKLYLTFSKPREMQNLP
VPRLTFEDIVFYIDMWLEGSLIFSEAVSGSTLRAGLHCAPHGIPDILAAHLNSQDCILMLEVEPKLEIPLGPTITISVLA
HRKDSNKMACIINKSTFDYIDSNASRSLAYEYLRFSPRHPFISDIRAWMSLLFLYKGANIIEVFGIELDFCDAARSENEI
LWLLDMLDWK*                                                                     
>Sbic_01g032350                                                                 



MANQNPAPFVYLDVATAADARRRGMDPQDLERSAQGVLKFLYMCLPDTPVYAGAALSALPAASHDDAEDRISALPFSLLR
NIVSRLPAKDAARTAALSRRWRPVWRCTPLAFADAHLLPGVLEGHRDPTRADTPAIADTFSRAIAAHPGPFRAVHLVCGY
YADAARQRQLARWVQTFVAKGVQELILVNRPWPLDVPLPATVLGIDTLTRLYLGLWKFPDTSALGQSQSGAGPVFPHLRE
LVLCSVVVESRDINFLLAGSPVLEKFGIVGSREKMMRLRLVGQHLRCAQILISAVDSVAVVDTPNLERLILWESLDFNSS
CIRLKIGKAPKLHILGYLSPGIHMLEIRNTVINAGIKATPSTMVPGIKILGLNVRFGVRNDSKMLPTFLRCFPNVETLHI
VSRKTDEVAGKINLKFWQEAGPIESIQSSIKMMTFREFRMERSEIAFLKFFFQSANVLKNAVIVGSNGSFTSIPEVINKV
KTLIPENGPSNSCNVLVYESSDPDGGAVFSLQKGFDFSASDPLNYQ*                                 
>Sbic_01g033130                                                                 
MEPPRANNNGGRKRKPTPPPAAAGGLGDLHDDMLEGVLARLPPAAYFRLRAVCRRWRAAAESPTFLDACARVPSRDPWFL
MLSDSDSASGSVAFDAAGRSWNRLCRAAPGAAAAVPVAAWGGFVLYRAPDTGALTVANPLTGASRALPSPPPPLQSAQQQ
LQAIAMYGAGAGHYYRVALFAGDLPDLSMAVFDSSSNSWEGPLPLARKTGDDSSCYPDAPAQGGGGGDDDTVYFLSKSGD
VVSTNMQRSASKQYSSVVVPSSAPGDGDAVAYFLSYSGTVVACDTARRTFAELPRILPVYFEYSIDVVACGAAAYAVVLS
EYLDTASLRVWEFAGGAWRQVAAMPPAMSHGFHGTRADINCVGHGDRLMVCVTSAEASGCFMCDVASNQWEELPKHVNGD
GEANEFLAAFSFEPRVEITV*                                                           
>Sbic_01g033580                                                                 
MEAAGNGRRDAALGALAVLPDEVLCAVVDLLPPADIGRLACVSSVMYILCNEEPLWMTKCLSIGGPLEYKGSWKKTTLCR
LGLCSENMEILQKPRQFDGFNSLHLYRRWYRCFTTLSSFSFDDGHVERKDDLLLDQFRSQYDGKGPVLLTKLAETWPART
KWTLQQLTKDFGEVPFRISQRSPQKITMKLKDYVSYMELQHDEDPLYIFDDKFGESAPTLLEDYSVPHLFQEDFFDILDY
DQRPAFRWLIIGPERSGASWHVDPGLTSAWNTLLCGRKRWALYPPGRVPGGVTVHVNDEDGDVDIETPTSLQWWLDIYPH
LPEQEKPLECTQLPGETIFVPSGWWHCVLNLETTIAVTQNFVNQSNFQHVCLDMAPGHRHKGVCRAGLLAVPGKFIKDNE
NHPSVTMSGWNHPDMSRKEKRLKSSEPLRTSNSINHCSAFEFSGVQESLENQDFSYDIDFLSQFLEKERDHYSSLWSPTN
SLGQREAREWLRRLWVLKPELRELIWKGACLAINVDKWYSCLEEICACHSLPPPTEDEKLPVGTGSNPVFIVSGNVIKIY
AEGGLVYAVHGLGTELEFYDLLQKSGSPLINHIPEIIASGFLEYKDDIYRTVPWNGKGIPEILVKHYPLEVSYANSCFPL
GLWSKQRFGMSSSTDVSDRPIWPYMVTRKCKGDIFARIRDMLSKTDVLHLASSLGVQMQNIHLLSLPPVEQLSESGNNDV
KEVVGTCDDATVLPEWQQLVSTLNRRKQNVKKHLANWGNSVPQVLVEKAEEYLPPNMGFLFKFVKDNGDLVYPCPSWIHS
DIMDDNILIEGITKLNSSGERERVYEADQEKMNAIHIIDFSDLSIGDPICDIIPLHLDIFRGDTDLLKEFLRSYKLPLLR
GGSITDVYNSVRNSKFSRASYRAMCYCILHEDNVLGAIFGLWKELRAATSWEDVENLVWGELNRYQESCTL*        
>Sbic_01g034630                                                                 
MAFGRELPDDLTADVLRRLPPRNLAVSRCVCRWWRDLVDARRLLRADLLPRSVGGIFMHYCALYTPEQMGRRRRRRRKKK
KKKKKNKAFHQGQIKCLVYDPTVSPHYEVFFIGSDQQQLKVLAFVYSSVTGRWEERLFVPEGGEGGRVVEEAIADTRLFL
PEGRASVAAADIADAKVYWRGALYLPYQNGFMSDQQNGPWMLQEINYCKYQYRCYGNDKHKEVVEDKFEWNSDDDNVLSA
EDTVDGHYTGSMSFLGFHPYKEIVYLKADLWRAVAYHWNTSKFQDLGNICPKEYHEISGRFAGIETSFVYTPCWMEGGFP
EVEKKP*                                                                         
>Sbic_01g034970                                                                 
MAAVRIRFRRQHARFHCSLSWRVRSVSYSPWPSSFPRHASSIGVQISRLPQTVIKLERARSEITRLAFPMAAATAAVSAS
PTPSDGEPTAAVDELGTTWRSLPTDAFVEILLRLPPSRQRLLRLVCRHWRAVIDERTPPQSNKPAVLACFTGLTSASMYV
IDDDDLGAGRCRQVWGVRADPNDRTKRVDVTMVGTCNGLVCLCDNTRPGGAISLLNPATRETLRVPPLPISHRAGGTWSG
YGSGKAYSFGFHPVTGRYRVLHLPCRADVTGGFTALQVFTLGDPCPSSSRAWRDVPVYFPGGATATCSVDAGLVTVDGAT
YWVTKGAERVVSFDHEDERVAFAAPLPVEGGPGYVLRLMEVRGSLGLAVCADRWPAPTKTDVWVLGRHAQGWSRQYSVQV
QAGVCQRLAGPHFAHGEYVLTVSAPESSLKHHLYAHRMRGGGAAGRLQSGEVRSLRIRDEGTVAAYLKGGYYYLRTFAYV
QTTEPLSVYKRRQQITKLSS*                                                           
>Sbic_01g035360                                                                 
MSFRSLIQDMRDEFGSISRHSLRSRSHRSAGNASRAAAAGPSEAMDQSCWAQLPPELLREVLVRIEASESWWPARRDVVS
CAGVCRTWRGIMKEAVRVPEVSGKLTFPISLKQPGPRDGTLKCFIRRNRTTQTYYLYIGLTEALADDGKFLLAARKCRKP
TCTDYLISLDKVDMSKGSSTYIGKLRSNFLGTKFTVYDAHPPYDGAVVSKSRSARVVGLNQVSPRVPAGNYPVSHISYEL
NVLGSRGPRRMNCVMDSIPASAVEEGGKAPTQTEFPLSSLDSFPSIPFFRSKSARIDSSTSQSSRSDRLVLKNKSPRWHE
QLQCWCLNFRGRVTVASVKNFQLVASDDNGPGNQDNNKVILQFGKIGKDLFTMDYRYPISAFQAFAICLSSFDTKIACE*
>Sbic_01g035710                                                                 
MKNKKGSRRNRNMQKSAAHDNHLLVVDRFTKLPDDLLLNILDRLDTPDAVRTCLLSKRTLYLRHLLSKLHIWVTSFVPDC
GHATFKDTIQMNAAVADATDNILTFRSQEIPLGQLSVGFYLKYYDCLTIGKAVARAMATHNLHSAEFIIMPEKKLQYCTI
DDRRRSGKLLMSFFYACTDAFAGLTRLYLRNLKLAENDIPNIIATCKRLEYLRLSMCETEDSVLHLQVEHPQLVELDISD
AGLELVELNSLPNLKRLVFSVWVCPQEPLSFGNIPLLSSLSLTNVSMRWQKVIRLSQFLPSVPSIRDLHLSFLSEKIWVQ
PECPKLLSPVLQNLQFLNLEELPEGCDIAWTRFFLEAAPNLKEVCITVWDHWCDMETDKVEREEQGYCDKRNVEWESSAP
DGFRHYNLTKLTIYGFQPNENFMGYTRHVMEAAVNLEEISLYDRKVLQCCEDLDPKIEVAPSRYPQTVEEQELLREQITE
GLVMASPHIIHFRS*                                                                 
>Sbic_01g036040                                                                 
MKNKKGSRRNRNKSAAHNGHSLVVDRFTKLPDDLLLNILDRLNTPDAVRTCLLSKRTLHLRHLLSNLHVWFTSFVPDCGY
ITFKDTIQMNAAVAGATDNILTFRSQEIPLRQLSIGFYLKYYDCLTIGKAVARAMATHNLHSAEFLIMPEKKPQYCTIED
RRCKGKLLMTFFYACTDAFAGLTRLYLHNLELAENDIPNIIATCKRLEYLGLSMCETEESVLQLQVEHPRLVELDICSAG
LELVELSSLPNLKRLVFSVWVCPQEPLSFGNIPLLSSLSLTNVSMGWQKVIRLSQFLPSVPYIRDLHLSFLSEKIWVQPE
CPKLLSPVLQNLQFLNLEKLPEGCDIAWTRFFLEAAPNLKEVCITVWDHWCDMETDMVEREERGYCDKRNVEWESSAPDG
FRHHNLTKLTIYGFQPNENFMGYIRHVIEAAVKLEEISLYDREVLECCEDLDPKVEVAPSRYPQTIEEQELLREQITEGL



VMASPHIIHFRS*                                                                   
>Sbic_01g036900                                                                 
MQSKHRIFAEDLLLAAEGEDHFDRVPDSLVLLIFNKLADARSLGRCSAVSRRFNALVPLVDDACLRIDRVIPADAADGGD
ALGGLAGGPRPRAVLSHLLKAMLQAVLKPFAHCDAKSAAHKHALLQQGQQQHHSPAQVLKNFSSIRNLRMELPVSDVGTD
DGVVLKWKAVFGSTLQSCVILGGTKVERAASGSANASAAPPPAPHADAGDAAAAGGPDDSGSIPESFYTNGGLKLRVVWT
ISSLIAAATRHYLLREIVKEHPTLEQVALTDANGQGTLSMGRDQLREFRDKPLAAAAAANRTQVPACNMKLRYAPLLELS
DGTRIHGATLVVIKPVGDAAGVGGRKELDEFVAGAFDGPFREAVAALSKRRTYLLEMNGF*                   
>Sbic_01g037880                                                                 
MMAEAARAQPRQQGGWLDLPEDIMHDILLRLPPKFVVRCRAVCSSWLRLASDRSFLLAHHRRQPSLPLVYFILNDVGDPE
VSEYRLAVFDLRAVELQTVVRFSGHGNGWMARDRERRLALHGSCDGVLLLSSDYHLFLCNPTTRHWGRLPPLHRDHTIAG
LYSHRISDDYRVLYFRRHGDGNYYYYVMAAGTRKQRLVSRQVSPIHSSWHTWFARHTPPVLLHGNLHWPPVSSRPESIAV
FDTVAEVFRLMPSPAVNVNNQLVSNVKLLDMEGALAMSSSWSETYGDDGPSRVDLWFLEDYKSNVWVCKYRIELPVEDIS
RFLGLLDLWTAVVVSHEGDVLVDLMNRLLGYDREGNSVANLPCDCSLLEIGPHMLKRSLVPHASLPMKNHSPNKPHFV* 
>Sbic_01g042080                                                                 
MKLRLRSMEARGGAAAETHRVDLPPTATLADVRTLLASKLSAAQPVPAESVRLSLNRSEELVSPDPAATLPSLGLASGDL
VFFTLSPLTALAPPVQALPRNPSPGSGTAASIAEAVDRGKGSKQPVTGGSSSSSQVQAVVANPSFPVASSGRPDVVMEEA
FDATKGWSSFVLRDLKREMGNVGGAEGTAAGRLVAALHAALLDVGFLTTTLMGSHLSLPQGWPSGALKPLTIRYTVPELS
SMLSVTEEGKVVVLNYSLMGNFVMVYGYVHGAQSEVCRLCLELPGLESLLYLDSDQLSGVHEKGVHDLWRVLKDEICLPL
MISLCQLNGLRLPPCFMALPADLKTKVLEFLPGVDLAKVECTCKEMRNLASDDSIWKKFVSYGESSRGAGKSAKAIFGEV
WQANKRRQKRPNPTFWNYGWGNSSYSRPLRLPLIGGDSDRFPFIGNPGSVGRHFGNQRRNMSPNCILDGHRHNFL*    
>Sbic_01g044060                                                                 
MPTIQRAEMGGAGAGVPRRPGEAVEVTELQLRIQLLGGGGGVGGAGSGSYNINDNADILAEILSRLDGRSLAAAACVCRL
WAAVARRDAVWEALCLRHVGPPAPPAAAGPATRAVVAALGGYRRLYRLCLGPALDRLAQVQAQAQAARAHHLSLSLSLSL
FSIDCYERLGGGGASAAGAGKGKPGRQQQPSSLLFLCKPVDVS*                                    
>Sbic_01g044950                                                                 
MAVSAYDQWLARREEQRRRICGDDRLSALPDDVIRLILRCLDTRSALATAAVSKHWARFRREHPVLEFKVTDILPERYHR
YLRRRRRRQNTTTAAAGKNHNKKLDDLISRYERRSMRSMAISMNSFLDADEVVDHGQGRRRRRAHAMTLELFPGHNTAPF
NRLVTKAIGDWGVEDLEIVVLHPTPCHGHDVSYSFPHHCFDDDDDLKSPTTGGGLKKLKLTNCTAHDPLAAAGGGGSSLP
AFSSLTMLVLQDMPKWTRGRVYQCIVRACPSLQVLHLKSCVFWDLESMSIDAPASQITELVVDGCTFVSMTLRSLPRLER
LALVGAPVAFAFGSLPRLNRLNLSFVQDPIPASSRHPMFPDMRDEYSVFSVIDPSDSFRDLECLVVRFTGPENWVVPIEG
LSLGNVRRLLLADMPRSWDISWTCRLLEAAPYLETLHVHFVDDLHVGMAAVVDPAITRPPSDFKNRALKEVVIIGFKGTD
GKHVRFVRLLIRNGCSTLENVTLLKHGRVREMGLWDWQVVATPEECQWSDEERDALLKEIHKGGNTSSTTRIILG*    
>Sbic_01g046590                                                                 
MEEQQFLTSMGVRVSSAQSNLRRDPQRDGIDVPDPLMQGAAMFLTYAYDAIPDPPVSPAAPLASAVAARAPTDGVDRISL
LPDALLRNVVSRLPAKDAARTAALATRWRGLWRSVPLTLVDAHILPACVRADHRMPGGEDALSRAVALAASRVLDAHPGP
FRCVHLSRCHMASHQADIERWLELLAAKGVQELVFLNRPWPIDHPLPRALYGCTSVTRLHLGFCRIPSTAGLPRTTRFPH
LRELVLDTFVVQERDLHFLIDRSPALEVLTVTTNQTGARVRLISRSLRCVQVTMSGQVDITVVDAPRLERLLMWMIYPAM
PGGRRSRIKIGHAPNLCMLGHCQPGFELEIGNTILKVGTKMSPSTMVPSVKILALEVGFQVRNEVKMMPCFLKCFPNIET
LHVFSVNDDPSGKVDPKFWKGKEAGCIDCVQRHVKKFVFQEFQGKRSELAFLKFIAERAQVLEKMVVMVASECFSSADAV
NAKLKPLTSAIWASKDCKLIVFKSPYPDGASPAWASKIASDFSFSDPFDLLTANAELYSGASVLQHSSTL*         
>Sbic_02g001030                                                                 
MAPRPPPAELMDELVEEILLRIPPDDPTRLLRAALVCKRWCRIVSAAGFRLRFREFHRTPPILGFLHNHRLSYTLVSTTS
SFRPPPAACPNSYRATDARHGRVLLSRHRCYRNTLAIAFVVWDPIRGQSTELPLLPSSDTWNAAVLCAAVGACDHLDCQH
GPEFLVVFVGTGNGNGNGGTFAHVYSSEAAAWSKRISAQHLHEDIRSLPSALAGNALYFDAGWVQSKVIKLTKLLPDETL
GSLRLTGFAHGLDIILVAAIERTFTIDLKSLQVTKHWERLPLPSDQEQAPQMSDEHDILH*                   
>Sbic_02g001040                                                                 
MAPRPAAAAALMDELVEEILLRIPPDDPARLLRAALVCKRWCRIVSDPGFRRRFCEFHRKPPMLGFVCTAGPWCTSGPLT
SFVSTTSFRSSPARLDYRAVDARHGRVLLHGEIWNHKRKHWDDSLVVWDPITGVERARLTLPPRSRHQEANHSSGIWNVA
VLCASAAVDDACDHLDCHSGPFLVVFVARGRRWGRSGMCAQVYSSEAAAWSHRIYGPRLSEHIEWVPSALAGNSMYFLCS
KSVLKFDLTTREMSLIDLPQETFSSAMLRTTEDAVLGLANMCSDGLHLWSMEVGPNEVVGWAQSKVIKLTELPPGDPIDS
LSLTGFAHGLDVILVCTLEGIFTIDLKSVRVTKVCQDSSLACFTFPYMSFYTPALGAAASAE*                 
>Sbic_02g001375                                                                 
MEKLPPGFLSLGSESAEFSFPDLLGTHRTPPQLPDEIIEEILLCIPPDDHDEHLLYVALVCKRWACLLASRGFRRRYRER
HRTPLLLGFLGNLIDTGGYARFIPTRAFRPVHPDRHDYRAHDARHGRVLLNRIARCGDVFQGVEAALIVWDPITDDQWPL
PPLQRDQPVHNWTAAVLCATAGVGTCDHLDCLPGDFHVVFVGIDDKEMFASVYSSDSATWSEATSANLPHDQLNEAVLPA
LAGNALYLVFRMGMTMLKYDLATKVMSVLPIPISWYLRRVVPMAMDDGGLGLAEVDMQSNLILWSMEVSADGDVENWVVS
RQIDLRTLLPAHALAFCVVAVADAVGVIFVYTDDGVYTFNLNSGQVTKVFSYGFYDVIPFVSFYTP              
>Sbic_02g001380                                                                 
MEELVEEVLLRFPPADPASLVRAALVCRRWRRDTGRDAPVDCQLAVWDPATGRRTDLPRLPWSPYYPYSWNAAVLCAAAA
TTAAAAACDHLDCSGGGGHFVVVVVGTNHAEMYAHVYSSETAAWSAPASARHPDDNVDFAPSALAGDALYFAFQTGTAAL
EFDLRTREMAVVRLPQPRFHWQRVVLASREDGRRLGLATAGKSAIYLWAREARSGSDGDWVLPVPFFFVNYPAGEWKKKK
*                                                                               



>Sbic_02g001417                                                                 
MPRPLPDDLLEEVLIRLPPHEPANLVRASLVCRRWCLVVSDAGFRQFHRRPPMLGMLCNHDDVARFVPTTAFCSLEAEAD
RGHWCALDARHGRVLLSAGKGMGIHVHLVVWDPITDEERMLPLPAQCSAVSIWWTAAVLCADAAAAGACDHLDCHRRHFV
VVLLGCVLHGPDAGQCFVCTYASKTAAWTEPMYTEQQPDSLVVSMVSALVGNALYFKELFGSRVVKYNLELHQVSLIVLP
SSIPHCYQSDVLIATENGELGLAINQGSKLCFWLRNQLDDACK                                     
>Sbic_02g001420                                                                 
MSEPSLPPPPPPSLMEELIEEILLRLPPQEPASLFRAALVCKPWRRLVTSPRFQRRFREFHRRTPPMLGFLCDNHGDGDR
CSFVRTTASSPLHATTSRWRPLDARHGRVLLREPTRNVLVVWDPITDDRQVLPVLPRWAVTCTAAILCGAAACDHHDCHR
GGSFLVVFVGTDPRNMFVCTYDSSDYFAAWSEPISLHHLNDCYIYAGYSPAVLLGNELYLGIPMTNTALKYDLELCEISW
IQLPTLHYCDQRSVLTTTEDGLGLISLLDGKLCMWLRMDNPEANNNAGWTQFKTIDFGSDPFFTSDAFVVGFADGLDIVF
VTVNGVVCTVDLKTYMVKKVYNGRGIHAVFPYMRFFSPARLEASSSHRRLCILMASLAQNDRSGDQPCPSVWFQELMPIN
GKASSGADA*                                                                      
>Sbic_02g001440                                                                 
MQQQTLAASRSARSMPPPPRSLPEELVEEILLRFPPNDPARLVHAALVCKPWRAIVSGAGFRRRFRENRVAEFVPICSLP
VSKVHSRWRGHVVDAHHGRILLQIIYGPAVLRCPSDLVVWDPTRGVQKRVPFPAAARYMPGWTAAVLCAAGGPCDHLDCR
RQGPFLIVFVGYGGDPYADDPHSETVLCTYSSSTASWSKPMSSNLLPHDDDDDDDYMFTHAAHVKNALYFGVLMTDHILK
FDLESQEISWIQTPPATCSSEWPYVLTTTEGGRLGLATIHDFSKLLMWSRNDVSQVDATWAQSTVIELRTLLPVHAVLAW
PRLLGFTVGTGVIFVTSSNDVLFMIDLKTYKVIKELSISKGSNIDTINFLT*                            
>Sbic_02g001470                                                                 
MPPPRPPPPLVDDLVEEVLLRFPPKDPAALVRAALVCKRWRRLISDPRFRRRFREFHRTPPMLGMFCSGCSLVYRRFVAT
TAFRAHHAERGYRRALDARHGRVLLLGEGGTLFVWDPITGEERKVPSPRLPPQYTMSLTWTAAVLCSSASASGCDHLDCH
HGPFIVVVVRSLLGAAGVVETLICTYSSDAAAWSEPTRGQGPSYLRGLVDPRMRSVLVGNAFYFGILKERAALKYNLQLH
QMSWIQLPPSVPLRRQILLTTTEDGGLGLATEHESKLYVWSRKDADDVDARWEQSRVTELKMLLPVDADFTSLYAVGSTD
DLGIIFMRAGNAVYAIDLKTYKGKKVCEGKINTIVPYMCFYTPELEAACTGEEPSAGGSSA*                  
>Sbic_02g001480                                                                 
MPPPRPPPPLVDDLVEEVLLRFPPKDPAALVRAALVCKRWRRLVSGPGFRRRFSEFHRTPPMLGMFCNGELIRVSDFVPT
TTFRPHHAERRHRRALDARHGRVLFHGEGRGLSVWDPITDEEWKLPFPPEYAGPSMSWTAMVLCSAAAGAGGCDHLDCHS
RPFIVVFVASSVSKDPDAVVTFIYTYSSNAAAWSEPTYSQQPACFVNPWIRSALVGNTLYFGHMLKSSTALKYNMQLRQM
SWIQVPSIWPFGRLSALTTTEDGGLRFAVEQDCKLYIWSTKDADEVDTRWEQNGIIELNTLLPLDADLTKLDTVGFMDDL
CTIFVSVDDAAYAIDLKTYKAKKVYKGAVDTIVPYVSFYTPALEADGTAEGPSAGGSSA*                    
>Sbic_02g001580                                                                 
MELGGGGGGGGESAAKRARLSSGDADSSAAAGEDRLSALPDDVVIFILLHLSTRAAARTSVLSRHWRRIWALVPAFHFPK
VRRPHWLRDFLDAREAPVRDLVVIAHGATGESMGVWLPAAARRVTGDLSLVNCFPPYGAKKEEESAQRGSFEFPCFEKAT
AIHFLLGFHGLAVPPTGVFTRLSTIYLGRVWFHGPGDLGDAVSSPRCPCLQRLGVDGAHGLGGLSIHSESMLQLELKNVR
SLSQLTIVAPALKELTLEFCFAKSGPVANITAPLLASLDWGDEYDPTSVHLGKMEHLRSLGSVYYLVYGTETFLHNHYCL
SLLQRFEDIKTLSLMLAYPRDLENYQYLMEDMIVLPDITVLCLMVITNGHAFGSSVFHVLRLCTGIRRLILDLPTSSGSE
VQTVCSSDCICDQPADWETEELLLNHLEEVEITGLRGSEHEFAFVKRLFNWGTKLKEMRVTFYRSTSEIKAKEFYEIYQS
FSRPEVCLKLYLYRNLSVVSYAPED*                                                      
>Sbic_02g001760                                                                 
MDMAPPWSPPELNDDLTEEILLRVAPDKPAHLSRASLVCKRWHRIISDPGFLRRYRAFHGRAPLLGFFYNLNFPAPFSDM
VFDFPSPSSRFVATTASSPLLHAAHDDDGDRRVSWALDCRHGRVLFEKADSRGLAVWDPIADDWTDLPPPGIQYASYSAA
VLCDVAGCADHRDCRGGRFLVVCIGCDVMSPTETAYACVYSSEDRAWQKESSAHANNEDGSLGLAGMRGSRLYLWSRRWN
NNPEEGDDAGWVQRRVVKLRKLLPLDIKYFIKANVIGFAEGVGVFFISTNAGVFTLDLKSRRVMKVSRHPGKKYRNVVPF
ISFFTPDCAS*                                                                     
>Sbic_02g001810                                                                 
MATAGLVVPALVDDSVEEILLRFPPDDPAALVRAALVCKLWRRLVSNANFRRRFREFHRAAPMLGLLCSQRASFHFESTT
SFRPPYGGDGTGTGTGVRTQRALDARHGRVLLGSTRRDCEDLAVWDPLRGDLQTLPPLRHCCCDGWTAALVCAVAGCDHL
DCAPRGPFRVVFVGTDWMSQFVTSVWLYSSEVGSWREDRKVAIVRAPNAYLPVNIGPSALNPGAQFGHTGVSVYTTTCIL
HAGYGAMLMTTEDGDLGLVIIKQSKLILWSRETACLESGKKDNTRWVRSRVIMLGALLPVSTILYSARLVGIADGIAVIL
VHIAGRLFTIDVKARCVKEIGKGLYLDGYHVVPFLSFCTPALEAAFSDVGPGASASAASQI*                  
>Sbic_02g001845                                                                 
MAGPRLPPYLTPELVEEILLRVSPEDPAILVRASLACKPWRRLLCDPAFRRRYLAFHRRTPPLLGFLHYRWRVARGEGAD
GVVVPGFVATTTPSPFPKQAFDGCAASWSVVDCRHGRVLFEASRDDVCLVLVVWEPATGKRKWLPKLPTRCSRYTVAVLC
ALHGHGCDHLECCGGAFFAVLVQSGVIGRSVRVHLYSSEA                                        
>Sbic_02g002050                                                                 
MAPPPPPPELIDDAIAEILLRLPPDDPACFVRASLVCKLWRRILSNPTFPDRYREFHRTPPLLGFLGSNYSYCRASKVSR
FDPITTRIPFLEPEFDCRALDCRHGRVLFDMVGGTKGSLAVGDPITGDHKLLADPDPDPISFYRSGVVLCAVDGCNHRGC
HGGPFVVVFVSTPSNNDGTKGTRAWVYSSETAAWSSPASLQLPKGSSVYKKRGAHVGDQIYFLLTDTRILKYDLGKHCLT
TICLPAMYTNCHRGSLITMDDGSSLGFVVIEDSTLHLWARKVNLDGSMAWVQDRVVLLNNLVPIIPTAHTHGLVNVIGFA
EGVDILLLGEDASGYMFDLKSGQFKKLSNPEYHYYDVFPYLSFFIPELMLSSV*                          
>Sbic_02g002060                                                                 
MPPPPPPDLVHDAISEILLRLPPDEPQWLFRAALVCKSWLRTLTGPAFLRRYRDFHGAPPLLSLVNGEKAIKTGQGRRFI



PTTAVPAFLIPESDDTPYAWPFDCRHGRVLLGMYRSACYLVYDPVTGDRRRVPEQAIGIQWMLMFRSATAVFCAAAGCDH
LDCHGGPFCLVCVFTDYTRPTTTMSVTMYSSEIGVWSAPVTLDNVPYVPYSRGPLIGDEIYFALLEAATIVKYDWANNSL
SVVKPQPPAMHDGFVLMEMEDHSLGLAGIEDSTLHLWSRRIVC*                                    
>Sbic_02g002810                                                                 
MKLLLRTMTKGKRSKRRRSSAASLTDDLVVEILCRLPARSVCRFKCVSTTWRDLISVHNRKLPQSLSGIFTMHDAENMMG
SVPHFTSVLGRDCPLVFPWFDFLPANRVYLLDCCNGLVLCNYWPRPAIDGCHLFVCNPATKKWVELPDSNLGNRPRYYCL
GFDPTVSPHFYVFEFFRDHDEDFNLLVAGVEVYSSETGQWVRMEDNGISSHACHTGLHVFLNNGRVHYLTDDPAIAVVDT
QGKACQSIPVPDNRDYGFIQQSQGHLYYANFEADNEDQVVRFVVYVLEDYDNQRWTLKHTAEAFDVLGRGSHNLARDFEW
VAIHPDCNMIFYTVGWEKTLMSYDMDRRQVQVICTLGQDTREAYLPYVPLFSELQALHI*                    
>Sbic_02g002930                                                                 
MARCPQFEHSGGPLKALRAEAHGHISLLPDDILIGIISWLPIRDAVVTGAVSKRWRNLWKYVPSLRLTRQCIKLKDEGPR
SEQAARFAGVVRSVLCHHGGVGVKRLFFALPLTCCCHTAELDQVMEFAAAAGTSILGFLLTNNRCSEHAGPPYNFPHWQF
AGSHLQRLMLCGVSLTVAPQRNLEGLARLTYLNLTCVAVDDGSFASILSTCGALTALCLQECQQLVRMNMSHTRLRLLDV
GKCRNLNSITINSSTLIELVYKGHRVDIKYSHTPAIVKLKILLCIADECPLDCVGGAGALPSLEQLFLEFPSPLHAATCT
QLQGVQHNRWFGGLNRIVLLLKTAWKEHISSVAYLLIAAPSVKELRVETYSDLPGPPPDNLMIQWPERCSMEKLQSIIIG
GFSGEPELMELTFFLLQRSPALQTLAIDTHRRHLQTGSDSGCNREEAEDHVRCYYARGVAWTNLVPKIPSTVKFTIL*  
>Sbic_02g003160                                                                 
MRRVRVSSQQAPVHKLGDAQMKLTPRFRLAATSTSTSDPEHQQQQPPSSWEEEQAPLIPGLPDDAALNCLLRLPVSAHDA
CRLVCRRWRVLLADKARFFAQRRQLGLRTPWLFTLAFHRCTGKIQWKVLDLGHLTWHAIPAMPCRDRACPRGFGCVATPG
GDGADGALLVCGGLVSDMDCPLHLVLKYDIYKNRWTVMTRMLTARSFFAGGVIDGRVYVAGGYSADQFELNSAEVLDPEK
GVWQPIASMGMNMASSDSAVIGGRLYVTEGCAWPFFSSPRGQVYDPKIDRWEVMPVGMREGWTGLSVVIEGRLFVISEYE
RMKVKVYDAEADSWDSVSGPPMPERIMKPFSVSCLDSKIVVVGRGLHVAIGHVQKEPAGDPDSRSSGYSICWQDVDAPKE
FSDLTPSSSQILHA*                                                                 
>Sbic_02g004950                                                                 
MEDRPDANRGAAAARLPDELILEILCRVPARSMHRFKCVSKRWRDLIADPLNQKRLPQTLQGFFCSDGARSYGRFISLPG
RPAPLVDLSFSFLTKQPEMSNIKLLGSCNGLVLFEHRSGSASTPSYAVCNPATEQWVAVPSSGVTSHVGGEIYLLFDPAA
STHFYLLRIWQKYWPSVGVEVRAYSSETRGWSDRVSDGLVNVGMATASSGRIAFANGMLYFIIKDMWKGVSQIAAMGRQG
HWVLKHSVRFSELLGKMCDPSRFTVVSIHPDCDRVFFIRHRNGKGDRQWKLLSYDMRNKEVHALHNFGHAYCFLTPYVPY
FSESSVLANKH*                                                                    
>Sbic_02g004960                                                                 
MDCAKGTAVAGLYDDLMVEILSCVPVKDVRRSKCVSKPWRDLIADPLHRFFHGGADGPYSYGHFTSLPGSEEDAPPVDPS
FSFLMAKQPGVERIALLDSCNGILLFGCIQDNKFGYIVCNPATEELVTVPASSSSCPSPPQLKENYDGDDGERYAHTYLM
FDPVVSSRFHLVQFWINLKGKVEIEMVHSYSSETRAWSNRSSKLERGKEGGGWGLWGEVIIGFMCGKALVNGLLHFIVYH
VEKKENLIVAVDGEAKICRVIRWHDKHGVNIPAFIDQSQGHLHCISTDLQFKDLQFQFTELSVWFLEDYDTQEWILKHNV
SCSQFFGSLSCPFNDFDIVAIHPDHNSIFLVQHWNQKLVSYYMDKLPVLATKD*                          
>Sbic_02g005010                                                                 
MALQATGQGSRPPVAAADSDPARRPLSLGGTGCPKRSAAAGFPDDAVVEILSRLPAKDLCRSKCVSKDWCELISDRLRCR
KLPQTLEGFFYGCVDDFSCDCEDSHESCSDISDESGSDDGNEARSDGGDEGGGEDEGVDPLFSSLRKQPGIRSLILLDSC
NGLLLFRCTKVTRSYIVYNPATEHWVPVPVPISGLWFTWRESQDEDSDDDERTSAYLIFDPVASLHFQLIEFTNIPYMDV
VNTYSSETRKWDHWIREHQWNLYKTIKSMRRSTIFNKVLHLIVSPVSIDQEQIAAINGKGETCRVICWLGNRGFPIFVGQ
SKGLLHCFSVSGHPDGNSCHMTELSIWVLKDYDAEEWELKHTVSFLELFGKRSCKFVSDYHVVTLHPEYNLIYFVQHWDY
KLVSYDMDCKELHNLCTVGCDYGSITPYVPYFSETPVLSKRAP*                                    
>Sbic_02g005020                                                                 
MDDCSAGAVAGLPDDLLVEILSRVPAKSACRFKCVSRTWRDLIADPNHRKKLHHAMQGLFIMTPETMTPETGLYTFGLID
LTAGSSSVPLDDADDPGFSFLTERPGMHNLVFKDSCNGLILFGHQCVELGDIVVCNPTTKQWACVPIFGSPDRFNHTFLA
FDPAVSSHFHLVQFQISWEDQMLLGLHAYSSETGTWSHNQIECQEEQGLLAAGWHRHVTISYTDPRCAFVNGFLYLLVWD
LDQKRIIVLDVQGKARRMIEVPSMADRGLLSCYLEQSQGCLHFMTTEILDTPEENYKLSIWVLQDYDTQEWVLKNTVSSL
EVFGKLTGGHILDFNFSVVDIHQDRNVVFLFHYDSGKLVAYDMDHKERITKHIATTDGDGSAAAADGGDGDGGSNNGHFI
DLELPGMGHIRILHSCNGLLLFRRDTNPYTVGRARDTLGYVVCNPATEEWVAVPSSGWYVDPTEDLDEEDGDMEIGEHTF
LIFDSAVSSHFKVVQYTASIQNEVGLRTYSSETGAFVNGMLHLIVDAYHIQKEQELIVAVDCQGKTRRVISWPQSHSFRW
SEPAYVGQSQGRLYCINEDLEGNSTHITIWVLEDYDKEEWMMKNTEYFAAVWKAYMASPV*                   
>Sbic_02g005030                                                                 
MVVLQAVSLVVLGINALDRSGSVPWRTAPRGARARWPPSPTIDLLVEILSRVPAMSVCRFKCVSKAWRDLIADPGHRKKL
RQAMKGLFFMTIEEGPLQFQFDGSDSKIHAFGR*                                              
>Sbic_02g005060                                                                 
MDCSNRSVAAAASASLPDDPLVEILSRVPIKSLCRCKCVSKAWRDLITDPLNHKKLPQTLEGFFLIVNSCVDDSNSDGGD
IGSDGSSDDSDDGDGEDSGSGGSGKNSDSDNGDGEDSNSDGGCDDSHSANGDGEDRSGDGGSDDSDSDDGDSEDSSRDGG
DSNNFRRQVCVHFIDMLGRPPRPVDHCFPFLTELPGIVNICVLDDCNGLLLFDFFQVSGESLSKSYIVSNPATEQWVVVP
DPDMKWLSLAYLVFDPVASSHFHLVQIRADKIPVHIYSSKSGVWSPVRSDWGELRIAPGLGIAYANGMLYAVLYEGNQIA
VMDVEGNTRKVIPMPFQEGNEFRTCSDYVGQSQGRLHLIYHADLGHDDISPEQQNNELFIWVLEDYDTEEWVLKDTLLHP
MVVVLISISMALAVLLLRPAVLVVGGLQHEVVLQCRPPVLLRLLLVAVAFGAAARLIRPVGDTQQLALGGMDCPKRMCDA
EAAVAVLPDDPLVEILSRVPVKSVYRFKCVSKAFCHLIADPLHHKKLPQTLEGFFFRDKGHRG*                



>Sbic_02g005090                                                                 
MDCPNPRRSSAAAVAACLPDDALVDVFSRLPVKSLHLSKCVCKRWRDIIADPLHGKILPQTLVGFFSTVFPDDGTLSFHE
FVDLLGTSAAPPPLLDPSFPFLDELPAGIDCRLRVISDSCNGLLLFEYGQEPPESMGYIVFNPATEQCVVVPGIWTADAR
RCLCTRAYLLYDPAVSSHFHIVMFWEEQEGLVTVLAYSSETRAWSHSEKDWSPEEQGRPTEAWRRRYVGVNKGIFTSRGA
FVNGALYLLVMVDDDYVMLEVDVEGKTRSIIPVPIDVHSVDHPCGRRVLFFGQSQGRLHCVSHGSAGCDLSIWVIEDHHG
TTKQWVLKHTVSCVRLSGRERCRDARADYTVVAIHPDGNTLFVLNSYTRKLISYDVDRNRVRDLCTLDHYIMSG*     
>Sbic_02g005100                                                                 
MERPKKTAVAGLPDDLLVEILSCLPINEIHRCKCVSKGWRDLIADPLHHKKLPQTLHGFFPSYVGELGSFINLSGGSAST
FDPSFAFLKKLPGIHNIWLRASCNGLLLFRHSTRLRELGYIVFNPATEQWAAVPSEHTLADRPIRFSHTCFVFNPAVSPY
FHLVIISARGVSLATVQFYSSETGVWRHTQIDWAEEVELRRQWNKRDPQIRGCTPCAAIFNSMLYLILTDNQIFEVDVEG
NTKRIIRAPSSVGGRVHGCVPLFIGQSQGRLYCINEEHWADGIPSELSSRVFRRDSDDNSNLLSIWVLEDYDTQKWALKH
SVSCSRLFGRTGFLGYNVVAIHPDNNNFMFIVYRKHQLISYGLNSKEVRTVGTFQESLQLPPYVPCFSDFLSVARHEEIL
GVGV*                                                                           
>Sbic_02g005865                                                                 
LYEVRLRLLAKELCQLRLVCRSWRSLTSDSGFARAHASRHPPLVAGIWNCTKVHLLDLTCCNNIVRRLHVP         
>Sbic_02g005870                                                                 
MASSTLRSRTQAGEGVLPIDTLYEILIRLPVKDLCRLRAVCRPWRSLLSDPQFIAAHATRHRRPLIVAGHDKSFRDDGIL
CDIIDLSGRVIKQIIRSTEDEWLISTQRNLACIAKGTSKSCQLLNLVTGDRFSLPEGLSQEHTPRKLDFMNYRASVALGQ
VASTGEFKLLRVIDNAFFSSRYMQLCEVFTFGGSGDARWRGKKAAQDRVDMSPLSRVVIDGVVYFLLDEDLINRQVLPKG
IASFDLLTEEWRSILRGPVSIPAYYSNLSLAALNGSLVLVHCMLHVSMDLWFLVDTEKNLWVRKHTVEINLSIHDEFLAH
PLVILKNGSIVTYIGSRGLLRIYNPRINTYTDVAEMGSRVGIGLYTGNLLSIANDAI*                      
>Sbic_02g005880                                                                 
MPPSCAQATTHPTHASASSATAGAQQEGAFLAGFSSSATALAVVPNQSPATARDVTAAATSWSGTCEQPDRMRSMQSKKD
GRSGRPLPASAMASSTLRSGAQGETGVGVLPIDLVFEILIRLSAAELCRLRVVCQPWGSLLSDPQFIAAHATRHPRPLFV
AGHGKSDPDDGILCRIMDLSGRVIKQIRSKKDEWLISTQCNLACVAKGTPKRCQLLNLVTGERFPVPEGLSPEHTPRKLE
FSNHKVSVAFGQVASTGEFKLLRVVDKKASDEVRREQLCEVFTHGGSRGSPWRGKKAAQDHVNMSPLSRVAIDGIVYFLL
DEYVSSRDVRPKGIASFDLLTEEWRAILRGPVSILAKGRYGDLSLAALNGSLVLVHSRPYVSMDLWFLMDFEKGLWVKQH
TVKVNLSVLDGFRAHPLVILKNGSIVIYIGSRRSLRIYNPRTNTYRNVAKMVSSEGIALYTGNLLSIANDAI*       
>Sbic_02g005890                                                                 
MSSPEPRDTQQRRRLPAAPATPAAAGALPLDALCEILLRLRGKQLCRLRTVCRAWRTLLTAPWFAAAHAARRREPYVVAS
YVDHVDLDRDSLVDVLDMSSGQIVRHVAAGHASDVVVSVAACSGSAGLVCVVKTIDGGSFRLLDPVTGAVHHLSGELARD
HAARGFSLRDYGEPVFMFGQVAGTGELKVLRMLPFRRRCGGGGGGGDRDDLFEVCTLSRSARWRGMHGPPRSFVWNEWTR
VVVGGVVYCLSVAAYFAVVNRRADERGWIVRFDLEAEQWRPSVKGPRGLVHGGRHNLYVTLANLNGSLVIVQESSRVMDL
WFLKDSEEDLWVKQYSVQIERSGHISPMHPLLVLEDGRIVTVIRSMGLLQIYDPRTSTFASLMMLRHSSRISVHTGSFLS
LHHGEN*                                                                         
>Sbic_02g006990                                                                 
MQCEAENNHVLVVVRAQMMHPEPTMKRAGGPTNAVDRLSALPDELLHVILSFLPAPLVVQTSLLSRRWRRLWRSTPLIKI
HEQEFVISSKIRTNTLEERWAKFEDFATNLLLFHDNTSALGEFRLCCRVHNWRHVDRWIRRGIEYCPSVLQIRLVGYVLG
FKLPPMVESNFCCLKRLHLEHIILNSHFTGSLCSACPVLEDMNLDCCEFCDNCPQGIISPKLNKLVMDLCLNNTLYPLVI
TAPSLTYLYISFQYFRVGILLCKMDSLVKAEISVSETEISEETQRNLLGSLCNVTSLELTGFEAEVMLNDNSKEFPVFHN
LQTLVLRSCFLNEYELTDKLEALGSFLQNAPCLEKFSLQYCMFYSFSDSDWEIERKNITLPRHDGKILHCQKLKLIEVIY
DHDHDHQLIELVWSLGRRLPDANIKLNKIDRFHP*MKRAGGPTNAVDRLSALPDELLHVILSFLPAPLVVQTSLLSRRWR
RLWRSTPLIKIHEQEFVISSKIRTNTLEERWAKFEDFATNLLLFHDNTSALGEFRLCCRVHNWRHVDRWIRRGIEYCPSV
LQIRLVGYVLGFKLPPMVESNFCCLKRLHLEHIILNSHFTGSLCSACPVLEDMNLDCCEFCDNCPQGIISPKLNKLVMDL
CLNNTLYPLVITAPSLTYLYISFQYFRVGILLCKMDSLVKAEISVSETEISEETQRNLLGSLCNVTSLELTGFEAEVMLN
DNSKEFPVFHNLQTLVLRSCFLNEYELTDKLEALGSFLQNAPCLEKFSLQYCMFYSFSDSDWEIERKNITLPRHDGKILH
CQKLKLIEVIYDHDHDHQLIELVWSLGRRLPDANIKLNKIDSVP*                                   
>Sbic_02g007440                                                                 
MEGCSKTSAGAASGLPDDPLVEILSRVPAKSICRFKCVSKAWRDLIADPDHRKKLRQAMQGLFVQTPEVSEADNTILDRT
NFSFVDLTVGSMPLDIDPCFSFLPEMTGIEIYFLDSCKGLLLFAQHQEPSHGSGGYIVCNPTTRQWSPVLACDTRLALNH
TYLAFDPAVSSHFQLVEFQMHYWEDGVVSLHVYSSETGTWSQNQIDDQREQGHLEGWHHQFTLDTVHHQCAFVNGFLHLI
VWGSDIQHILAVDVQGKARRMITVPLPDMTDGRHGDAFVCYLGQSQGHLHCMTLESDNKKLSTWVLQDYDTQEWVLKNTM
CTLDVFGEREMPDFQVVDIHQDCNVVFIFHQLSHELIAYNMDRKEASVIATIEDHKFRPKFARYIPYFSESPALTNKY* 
>Sbic_02g007956                                                                 
MAPPPVLMDELVEECLLRLPPDDPAHLVRAALVCKGWRRIVTDTDSGFGRRFRELHGRPLVLGFLHMHTRYGSFFTPKSS
FRPRDVNAYLRSASADGRHAIDFRHGRVLLSSTPSLFGTRRTARRSDLAVWDPVSGDQLDLPELPLPQLQHPDDWFCFNS
KAAVLCASSGACDHLDCHRGHVVLMDATTYYEVDVVDVYIYSSQAGAWSHLTPCSAAHDHNSTHVLHRQQPVTMAGNVLY
FSVHKRMTNGSTTW                                                                  
>Sbic_02g007965                                                                 
MEKVLGEDLVEDILLRLPPDDPVSLLRAATVCRRWCRIISAPDFRRRFGQRHRTAPMLGFLANLRDGDEDDRFDYAARFV
PATPFLPRGSEHRDLDSRHGRVLLTSMPWGPKLEIWDPVTDELREIPDLTLSSPFTWNAGVVCADYAACECDHLDCRRGP
FFLVVFLDADDAQMRVHLYSSEDGAWDFAVLMTTGD                                            



>Sbic_02g008113                                                                 
MASPRPYSPPITRGRRAREAASSDRLPMDVLFNVLLRFPARDICRLRTVCRSWHSLISDPVFITEHAARHPGPLFLAQFR
DDKTHSIYIVDLSGNVVKRIAGAAGGPYHRLQCTRLDRACLTTDWNRCHVLNPATGAVQALPESPAAEHVNRVNLRDPYT
FFALGRVSSTGDYKVLRMFNRLGFAKGGHQLFEVFTINGGDAHARWRGQQSPGLFVDECSGVVVDGVVYFLTSRAYDGAR
YGIRADYIVSFDLGREEWRRDLRGPISSKVGSASSYMRHHLTLAELKGSLVLADRRHQPFTLDLWFLVDSESGHWVKEYH
ILTGPTISRP                                                                      
>Sbic_02g008380                                                                 
MAPPPPPELMDDLIGEILLRLPPEDPACLVRASLVCKLWRRLLSDGAFLCQYRAFHRTPPVLGFFHNQYRKGTSVPQYVP
TIQASPVPQPAIAVTGSPTTSYRTIDCRHGRVLFEGKDQPSQTLIVWDPITGNQKLIYPPVHPYTKFLAAVLCAADGCDH
LRCSGGAFLVVFVGIYDAEEEDNDDEGVEDGDPVGWASLYPSEIGVWSASTSISVDSFIDLVLPSLLTRDSIYFILENGE
KILKYSLVGGVLSVVNAPPQHEPNMIFATAQDGDLGAATVEGYSLHLWSWRATDPVGGFGEWVRWRVIELDVMIPISIGD
PSTTFDLAGFAESTGLIFIRANDDIFTVELKSGHITKKGKRTSDSPIFPFTSFYTPDLVTARLQVPMRID*         
>Sbic_02g008980                                                                 
MLPTGDSSPPLPPAPALNKPAVRQLDDLPSDVLNKLLAGLPASEVVRTSVLSQTWRRQWESVPGLDIDLDDRVRDWEWES
AAGFLERCAAPVRGVPLRLFDRADGWVRTDAGKRPRSLSLALPVPTALPSLFACDAAALAHIKLVTCVLPPPPPAFAGFR
RLTALDLDYVMFSGEKGWERLEAMISAAAPTLQKLRLANIAFDHVGAGGGLPVPGAWIIQAPNLRWLELRLTMAGAGSWM
LGHLPKLDYAYIMLNAQEPRDYGSMLTALSSVRDLEIGNFDCATFQVNGLTVQLALSCIFVNLRTLKLHTHFYEASTMLS
TISLLHQAPFLQVLEITDNSRHETNKEVDAFAEDFLRTLPNCSLVKNLERLQMKSISCSPNDMHFIKHVLLYARNLQMAS
VEKFKGHRNSALNAARMLKEFERVSPAARICFQHQDYCWLV*                                      
>Sbic_02g009030                                                                 
MEDAPATKKRFQGPRCKDSTPKEGNEDGVDHISRLPNNILGEIISLLPTMDCARTKCLSSKWSDLWLSGPLNFDYCDLKD
PHDDKDLVSIISSIFNAHPGPARRFCIPAHYLCTNIDNVVTWLESPTLNGLQELEFHITEVDFTLSLYPPPPASIFRFSS
TLRIVSFGGCRLPDIMVNQLQFPNLQQLTLFDAIISEETLHAMLESCPKLEILLMKHNEGFRYVRINSRSLKSIGVHTDS
FRQGPTIEELIIENAPILERLISFERYSRLHISVISAPKLETLGCIFENNDKTMLTLGSTTFLGIRSVDMRAMVPMHTVK
VLSVFPLSLCLDDVLNFIRCFPCLEKLYIQLSCAQGHTNQWPRKHRNLIKSLDLCLKTIVMINYRGAAEQSEFVTFFVEN
ARMLESMSNIAKLYEFYCDTNIYAHDMAVEICAIWKSVKESLSFVDCKNLDAHLINAVKHRSTTE*              
>Sbic_02g009090                                                                 
MGLGRRPQQQLHRYGDEISVEVEAMDGGEDLISVLPDGVLGEIVTRLPIADAVRVQVLSTRWRHIWRSSPLNLDLPCTNY
HYYNRVVSSILAAHAGPGRRRLKLECPYDDGEFYNSWLQSPALDGLQELEIEYQYHGENWNNRTALRELALFQFARTLRR
LRIGYHTFPSAASMAALRLRLPNLELISFCSVDISEGTLHGVLAGCPALRTLVLDGCTGFATVRINSPTITSFAISPADY
DSDDHYYGNPREKQTSWVRTRQVIIEDAPLLEKLLVLPCRRCSDTAEPFRLVRVVSAPRLRVLGALSAAIHKLEIGGTVF
EPTTRRVNRVRPDSVIVEKRLLMQVVMLATSLQTVKILAVENVDSSVDVLANFLKCFPCLEKLYISASRGFRSAAGYDKQ
NPIECLEHHLKMVALDGYEGKRTHVKFAKFFVQNARLLELMKFRIFRNYHCEPGTTKEWIANQQRQLHVRSMAS*     
>Sbic_02g009200                                                                 
MDARSKMKKRRLEEEQRREQELPVPTTRGPDLLSRLPDDILDSIITLLPAKDSARTQILSRRWRTFWRNAPLNLEANISY
KNLNKDAHMASICSLLSRHEGPLRRFSLTCQLAGNDFQLVDTLMQSPRINDFLELEICSYSLLPPSLLRLLPAVRALHLY
KRTAFSQDLIFPDLNQLTLPNCSLNFPNLKHLTLAKVHISGTALHAVLLGCPVLESLVLDGNIGCHRLQISSLNLRSLGV
SVGVVLGEKLQELIVEDAPLLETLIPQPPTYGLVIRVIHAPKLKTLGYLHDDIPIFQLGTMLFEKMVPIISLPNAMRTVK
TLALLTAPDLDLVTGFLKCFPCVEKLYIGSYTRILTKNEQTYAPLECLDRHLKKMQIINYEDNSADVNFVKFFILNARVL
EAIKFVVRQGQCGTKWIARQHKKLEVDGRASRGATFYFEADPKHRLSCLVHMKHIHDLASDPFDESLCRCPGDRIF*   
>Sbic_02g010090                                                                 
MGESSLDLISRLPDEVLGTVISLLPTKDGARTQAVSRRWRLLWRAAPLNLGAGSDLSRQDRKRVGIVSKILSKHPGPARR
FALPYIRLRDRYARIGGWLRSRALTGLREIEFGYEIENPWLPYPLPPSVFRFAPTLCVASISYCDFPREMAPLLKFPCLK
LSSSSPCAASSCHKKLFTACSLVALFLRASHWTRMSALVASALTRPL*                                
>Sbic_02g013790                                                                 
MGQCPSVPRRRKPPPLPPSPALSAPPQVLCSIAEAAGEDHTADLPEELLALVFGLLGSGDRKRCSLVCRRWLAVEAASRL
RLALDARAPLLADSALPRLLARFPAVSKLALKCDRRAESVGDPALAQVADRLGPGLRRLKLRSLRAVTDDGVAALAAAAA
NLRKLSVGSCAFGAKGIEAVLRSCLHLEELSVKRLRGLAESEPVSVSGPRLQSLSLKELYNGQCFSYLITQSPNLKTLKI
IRCSGDWDIVLQDVPRDSLLAELHLEKLQVSDRGVAALIGLEVLYLAKAPEVTDVGLAELAAKSPCLRKLHVDGWKANRI
GDRGLAAVAQKCASLQELVLIGVNLTSSSLELIAANCSSLERLALCGSDTFGDAEISCVAAKCAALRKLCIKACPVSDAG
MNKLAEGCPRLVKVKVKKCRRVTFECAERLRASRNGTLTVNFDTPGGAGELQDGRSVDESGVLDNAGSDVLPEDLDDRIV
PELLSGSSGRPSRWKARMGSLISRSLSVSIFRRQPRGGCSTSHES*                                  
>Sbic_02g022060                                                                 
MDVPPDDVVELIFLRLDSAISLLRAASTCKQWHRVAAGAGFLRQFRSLRGQPPVLAGMYYDKPRVPRRRPDFVPSPWADD
VVVDGRWRCFSLDFLPESNITPWVWRILDSRGSLLLFGRLRDPNNGRCTSFGDVVICEPVTRRYVRVDPRRRFPEYNVSD
ASLVDGDSSGGGIGMASFRVVFHLHTRGIHSHAGVFTFTVVGGSDDPQQRSWSWRKVSINALMVDAGPSDDLAPTSLYWY
NEGRRVVALDRSTAKFSSLLLPEVEGWNFHKENYDMRVTAGHDGTARIVILDLSAAAGDLLRVFARLSREWALVRSIRLS
AVTRHLPGYKPSFFNDTLMIRTDGSSPVVLLSPWQEDKWWFHLDIETMEVAPAPDRDYAEVYPCELPWPPTLRAYD*   
>Sbic_02g022900                                                                 
MAPPRQGEEEQEVRGDSAAALRAPAHVMARVFSQLDCVDLLSCSLVCKQWYRDSAELREEWRMEYLDAWNQFGLSVSREP
LPLCATCAIRSLRSLCP*                                                              
>Sbic_02g023440                                                                 



MEHKKARAVEDPARLICDDALTEVFRRLPARALAACRLVCKSWMSVLTDPHFIHEHLSRGQQKLLLFANDRANDRSLAMV
LADDKSMYQLSRPAASRSVFVHNSCNGLLCLGDSTGAVEVLNPTTGESLMLPMPMYTAGSSQFSSCNWHCLGFCPQKREH
KVVHFYPGAHIDSFKVQCEIYTVGAGVWRQVGSFHGAPTDRGVHVNGMVYYLTKFRYIASSRINCLNLESEKFDVMMLPP
RKSYGGHCSLTELEGKLCLLIVDGALEGPPRTMDILMLNSHDKQDWTPRYHFSLPWLMPSCYFTPKHTLFHEGKIWVQLL
ARSLYCFDPSSSSEELTTAWPELDFSFSTHTFIESIVPLRKDYYFKQIQ*                              
>Sbic_02g023870                                                                 
MENTSSATATQELAGWSSLPGDLLKTILDLLPWSSHPRFAAVCRHWRSVVAPFYPAWLTPVLLNAAADIGSANLRYYSPY
HHKIFEEASFNLQTPNAKICSASGRHLTVCQRADQEITVAHIDLVTGVICDLFPLHRTHFDFVIYDGERRRMYGVNNAFP
ISQVARAIQDADSGGWYPWKFSEFRVDKPTLDASPMTNLVRHRGLLYMLGVDGRLAVYDDNRHEEGLRLLDKPQGFGGFD
DDFFSYLFESDEGELMAVLMGCCRGTPVHVLKLNEQEMQSRLYDWPETLHVDLVERGGEVAFVPISTAASSVAQCTTGSS
GTAGMWTCGLGHQESSEFWETIKLDYSIWVDFRN*                                             
>Sbic_02g023900                                                                 
MEEAATSPTAVVRGCWSSLPADLLRDILARLPWSSHSHPSFAATCAHWRSAVAPFYPAWITPVLLSAADVGSTNLRFYSP
YYHKNFQLDETLESPNARICCANGRHLILYQSVADKNVVVDANLVTGDIYDFYLPESTRFHFVAVYDGGAGKQQVMFGVH
AHVLLQAARSLRPPNGQGWSAWEFSELDPEGPELAVSPRTNPVLHHGLLYLLGVDGKLAVHDDSRHSEGFQLLDMPAGFG
FQCDDDESHLFESDEGELMAVLIGRRRGSPVQVVRLNERSMEWEKVESLKGRALFTGTLTTVMVKTGVKWMQDKIFVPRL
HEWPETIHADLVDREGELAFVPKSTAAAQGRRAACGKGIWTCALPPQESSVFWETINVDYSIWVDLRN*           
>Sbic_02g025963                                                                 
MAPRRPRKKRPISDSSAMPVGAVDADALLSLPQEVLDEVLARLDLRDVVRTSVLCRAWRRRWETLPSIDIYIPSVKQALW
AVDCVLPRCPGRVRRFHVYLDDLSARRLDDWLLLLSRRGGVEALYLSPEPPYEFFSLHSTVFSWRRLISVDLFACHIPPL
PPDFEGFPDLKVLSLANVTFQQNGEYQLEEIVETSPLLEKLILCEVCIEGDDFIEWEIRAPNLRHITICSNIDYGWNFAE
LPCLHSAVIDLWEYVGDRDFANFFAGLVQVRKLRLCMFYAPVNGIKILETLPCTFDNLKSLKLFMHFCELPPILLVFCLL
KSMPNLEKLKIRIYDGEVQKIELNGEFLDAQWADGMCANLQILEMTVSHVDPLHELVTCGKASAQAQVLFK         
>Sbic_02g025966                                                                 
MAPRRPLKKRQIPNSSAMPVGAVDTDALLSLPQEILDEVLARLDLRDAVRTSALCRAWRRRWETLPSIDISIPSGKEALS
TIDCVLLRCSGRVQRFYVSLDKLSARRLDDWLLVLSRRGCVEDIFLSPEPHEFFSLHSAVFSWRCLISVDLSACHIPPLP
PDFEGFPVLKVLSLVDVKFQQNGEYQLEEIIETSPLLEQLILSEVHIGGDEFIEWEIRAPNLRHITICSTIDYGWAYSQE
VNGTKILENLPCNFDNLKSLKLFMDFCELPPILSVFCLLKSMPNLEKLKMKIYNGEVQKVELNGEFLNAQWEDGMCANLQ
ILEMTGINWLPNEISFMKLILSKARLLRTLWISHHGDCSVSHVDPLHELVTCGKASAQAQVLFK                
>Sbic_02g026226                                                                 
MRTVACIPDDVIFNILSQLPTKSVIRCKSVCKAWLTIISSEHFIRAHLDFSRVRSTTLVVSRRYMGWQHEGMDSTCMGFY
RYIGGSKVEIVHSQDIPKGIGLWATPSHCDGLILVSTEKQVTVVCNPATREFVKLPKGSDSISSIHKSRAGFGFDPCSNK
YKAARFFYETGNEKSETVCRFEVHTLGTSTWRRTADPPYPIFWTPPAHVQGYLYWRIDLPPSKHPKAFVKFSLSEEMFSL
TPYPPSKEAKKPVYFIELEGKLCCACFTKRFEAVEIWTWTLDNDKSPKWTQYCT                          
>Sbic_02g026460                                                                 
MEWDGEVGMNSVPDGVVQHILSMLSNARDVAACACVCRRWRDCVPYLPALFFQRNAFDAARGAADDVIGRMVASVARLRE
LVIYCPFSMARLPAWLAARSATLRVLELRMDAAADKVAEGGHLDCIGLAASLEELRLWGVSLIAAPAWGRMERLRVLEVV
GAPLRDSAVRDAIAACPNLTDLSLLGCDCSGTVAIDLQLLQRCRLDIVGAGNCSLLLTAPRVESLEIQGFSWITLRGGHS
LRRLSIAKSSGRVHKVDTGNLPDLDHLSLRGVQWNWAAVSSVLQCASEVKHLVMKIEFCGDLDALQPFPEVDLVDFFDSH
PKLRKFEIHGAMFAALCQKNSLKNLNSRFIIPCLEEVLITVRSPLNAEQKLNTLESLVKYSVRLRTMVIRISQMKNCHEA
ADEFFEEICKFKYMNYRKVRIE*                                                         
>Sbic_02g027685                                                                 
MEIEEHTASLSGENPITRLPPDIIEGILLRLPVSSLLRLRRVCKEWWNMISAPRFIKEHAYCAPKQLLLYLPKLSISASL
HPKTAKPCHATVIDEKWSPSTWAASHMDPDDHLFASCNGLLCFYKTYTLKISNPATGQCLHLLKPDGILLHDFHYLYSFG
FHPITGEYKFVHFLREPQRYKSGQPFHFDIIQVYTLGENKWRAIKAVIPCCMVHLGAVNVDGAMYWLTEDEGTSCGMAVV
SFDLREEMFALIQLPALEVKETASCATPKVAYYMTEINDKVCVVTMSYQSHAPRWRRYNAELSGRTDIWALESDKWFLKY
SIQSPSLSQYVPQPCFIHREKIILQDRDSNVWYHDLRGKNVQIEHGEEVKLLHLGDYRFYETQSYFYKETLAPLSIYARA
AIVRAPPVPLAPSVASN*                                                              
>Sbic_02g027690                                                                 
MASEETKSKKKKEEECIINGLPSHLVERIFLRLSVSTLLRCTEVCKQWHKDIRDPQFITGHLEHAPRCALLFFPQESVQG
KTYPSDAIVFYEGWSQSAVAVPVIGPDDFLCDS*                                              
>Sbic_02g027700                                                                 
MHFAGVVLVLCERICALKEPFFFTNTSWIVVSMAPKRSTRRRAIQEKCIMNSLPRELIEQVFLRLPASFLLRCIGVCKIW
RIIIRDSQFAMAHLEHVPPCTLLFSPSESILGTLRPSDSVIFDEAWSPSTWAAPVIGPDDLLCGTCNGLLCLHTPTSTLK
IANLATGECLHLKKPTKSLKDDHFSFYRFGFHPVTKEYKVIHFCQEIGPFTEDRFNVIQVYTLGDEKWKDIVTPEALSLN
CVKKSGVVIVDGTMYWLIEDGGSNWKHALMSFDLGEGSFAQIQLPAVELEDWAFGDGRKYWVIEINGRYVYQLLTVWMEC
LFVSCRSGHLMELGIKGGAICTVFNFHQLLPEDYILLMEISY*                                     
>Sbic_02g028850                                                                 
MVHEKTTAESGAVSVCTSSAPHFHLFHPPDSAASARPPVPRRRRLSRRPVCGSREPLLPTRLMADRSDGPIGRLPEHVIV
EIFIRLPVYEWVQLACVNKHWASIFQGDYMWQTAIARNWPSAGLQKRWPGPIPRGSARRRFQALYVSENLVQSGGEIDEL
VGHTYLYLKEQLERPTMPPSSILHGTIIDQFIACGNTGEKAHDLASKIWLAVIDSLEENQQTFMVLKRIAQEGEFFLPFP
YSRSYKVLWRVFDKLFTDFRDCFSGAEYHDALSTAKSRFQPVPSTWLGH*                              



>Sbic_02g029330                                                                 
MVTKIRLYRGTGQAIDPQCPKSLIQSIPVPLASGGMGEMPEGTGASGAKRAKTSPALPQASLGPDLLREILLRLPDMASL
ASAALTCKLWHRVASDPTVFRRFDALRRPPLVGFLLTNCGDMLFPRRSPNMLFVWGTRNPNLAAAAADGDFLFEELPAVD
SDVEEEGYAWDEWRLRGCDGGLQLLSRGWNGLNLAVYDPIARTTVFLQVFDVFPYSTHVVRYAIVVDESDGSFLIIGIDY
HAAIFSSRTGIWTRLESRELASFWLFARSTATACVLRFAYW*                                      
>Sbic_02g030400                                                                 
MGAVASSAAGGGRGRGGDGTALGDLPENCVAEVLLRLDPLEICRMARLSRTFRGAASGDGVWESKLPRNYARLLAIAAAG
DGERGQAAGSAPEAEPLPKKELYARLCRRNRFDGGKKEFWLDKGGGGLCMSISSRALSITGIDDRRYWNFIPNDESRFHT
VAYLSQIWWFEVRGEVDFFFPEGTYSLFYRVHLGRPFKRLGRRVYSSEHIHGWDIKPVRFQMSTSDGQHVQSKCYLTDPG
IWINHHVGDFIVKDSSRPINIRFAMIQIDCTHTKGGLCVDSVVVKPQYLTQKKAPWTYV*                    
>Sbic_02g032340                                                                 
MPRALQRSGSNSLASLLRAEPPDDVLPDSKRDGRRRMRRRRSCLRLPLGAAGGCRVCACDEMDSSAAAPRRRTPGNDDED
EDGAAAVQCFAWKKGAAADAAAHRPSGAGAGEVVVTEAVAAAASVAVLPDDVMEMVLCRLPLASLLAARCVCRRWRDLTV
APQFLRMRREEEPGPRRTPWLFLFGVDGDVGWGAAPAPAVHALDVAAHRWCRVGADGLKGRFLFSVAGVGDDLYVVGGRS
GGSDAIHSKVKTHKGVLVFSPLVGSWRKAAPMRTPRSRPVLGVFEMSASCSILHTRAEKNVRRGKSRFGGASAVYEDPHR
LSLRRLRLKDMLNEDTDSTGLASSHHGKSAGQEGEDGQPRLAIVAVGGRGRWDEPLVSGEIYDPLVDKWVEIAGFPTDVG
LASSGVVGGRMFYVYCESDTLVAYHLDKGSWVVFQTLPPPPRLRDYAPTLVCCASRLFMLCVSWCDRHGPVNRREKVVRK
LFELDLSSLQWTEASAHPDAPMDPHAAFAVGKDRVYAVEMFRIFGKVLDFVTACRVSDTEQKWSRVGRENAATEADAMSC
RLKSMAVLHL*                                                                     
>Sbic_02g035740                                                                 
MPGNRAVAVGGGADRLSDLPDGILELVLSFLPAADAVRTAVLSRRFRGAWAHAPALNLSDVLLQGRFLGFAREALARYGA
PDIPALHVTIGCECNLGPATAAWLRDAMERATGSVSVSVTARGEAVTARGGALDCLILPRCLRAKSIALILSGVGFKHCP
LVLPEPGAPTWFGGLTELSLSRLRKLRLSKVTGGLAPDEGLTLWPLVLHLDLLEELEVDRVETFTKLQVASSNLRTLGVL
SCFRSLSQCGMDTVVEISAPRLEVFSWSGALPKHLSFLNLNGSHCIRCLRLSGLSFYLPGKQIRSASAVRLLEMCPRADH
LIVSIDIPESTSPPMLNREELKHVPHLPNVRVLSLEMFAVLQLTGCPITPIISSFLRGCPNLTRLHIDLSKLNIFSRLNA
ECFGVRFDLTNETCAPLGYQGNDETEMKKTWQSTDHRMWKRKTWRDQQQLISLREIRLSGFMGTDRDMEIADLLFGVGAS
RPALERISISLVPQLTQGVDGSSACGVLWYAIGAKMKTEFPLVGGCWETFPRKELTWTRT*                   
>Sbic_02g035750                                                                 
MPGNREVAVGGGADRFSDLPDGILELVLSFLPAADAVRTSVLSRRFRGAWAHAPALNFSDHLLRDLFLGFAREALARYGA
PDIPALHVTIESEFNLGPATDAWLRDAMERAVESVSVTVTAPGALHCLTLPRCLRAMSIALRLSGVCFQHCPLVLPEPDA
PTSFCGLTELSLSRVRLQERVRPLGVFLSSCCTQLRKLRLSKVSGGLAADGGLTLWPLVLHLDLLEELEVDRVETFTKLQ
VASSNLRTLGVLSCFESFLQWGMDTVVEISGPRLEDVSWSGSLPKHLSFLNGSHCIRRLSGLRFYLPGKEFHSASAELEH
VPHLPKVRALSLQIFAILRLIRCPIAPVILSFLKQCSNLTQLHIDLSMLHQFSRLYAGSFMVPDNDETELKKPWQITDCG
MWKICRDQQQLSSLREIRLSGFMGTGREMEVADLLFGVWASRPALERISISLFPQLNQGVDGSLGCEIGTWLNFEGMPVS
FARVLQHMDAIGAKMKAEFPLMGGCWETIPRKEITWTRT*                                        
>Sbic_02g039155                                                                 
MAAQDKRDWSSLPRDLLSLVLKRLPWSTHPSFGAACRNWRSVVAPFYPAWVTPVLLSAADVGSTNLRFYSPYYHKNFEVS
CTLEAPGAKFCCAAGRHLTLCQLSKVLEADLVTGDVHELPPSIYGWFHFVVYDGGVEPERMFGVHTIGHPRTALTVKDDD
GEWDGWHLALVPDSGFMEASPNTNPVLHGGSLYVLFDDGKLAVYDESLHCDDDGFFKILDKPSSFGIHKCDEEPEDKYLF
ESDDGELMAVLIGRRGTPVRIVKLDEQEMEWHEVDSLGGRALFTGTLDTLMSKTKVKWMQNKVFFPRLYQWPDTVHVDIV
DRHGELAFVPTSTGAGRDTKPAKDGANIWSHQLGSENSTQFWDTEKLDY                               
>Sbic_02g041860                                                                 
MAKRRHHALAPVVEELISPMNSLDDGCLMHIFSFLSPIPDRYNTALVCHRWRFLACHPRLWLRVERPIRDVMEPGVYPNL
EAAVSAARPGDTILIAAGGSHVACNIQIKKPICIIGGGDLPDDTVLTCSRGFDNALEFLSTCKIANLTIRAELGCCLLHR
SGKLTIQECLLQCEQNPLDYLSFPIISTAIEYNSFPSLKEQGHGVTVVRTRIEGGAKAVRTNGTLALQRVRAIYSRSSVF
FWFEVGEK*                                                                       
>Sbic_02g042210                                                                 
MPFSSMIHEMKGEIGAISSRGLLRFRSGGHAAAAGRASAAAEPDEALRESCWARVPPELLRMVLARVEHEEARWPGRSAV
VASAGVCRCWRAVVKEMVRVPEVSGKITFPISLKQPGPRDAPMKCFIRRNRATQSYSLCIGITDALADDGKFLLAARRSR
RPAGTEYLISLDAKNTSKGTCIGKLRSNFLGTKFTVYDAHPPCTGAVVSKGPSAHMIGSAQVSPGVPAGNYPISHISYEA
TFGSRYPRKMNCVMDSIPLSAIKEGGTAPTQTEFPSINSNSFASVPFFRKSGRLDSSGVQLATQNEAKMVLKNKSPNWHE
PLQCWCLNFHGRVTVASVKNFQLVASGESDLNNQGDDDVILQFGKVGKDLFTMDYRYPISAFQAFAICLSSFDTKITRE*
>Sbic_02g043290                                                                 
MTLPDDLLISIFLFLPPHPSYLLRSSLVCKHWHSLIVDNRFLHRFQALHGLPLLGVFTNSTRIPRFLPAGDPPNRVAAAS
FSLPDLYWNVLGCRHGHVLLVDSTWHQVFVWNPINGRKRLIQAPSDLDPRFNYGNVPESNAAVVCAANHADHGYCHSCPF
FVVWVFTSTRYAYATRYSSESGRWDMMKSSPIPSDVDFRPSILVRNILYWPLKSKHILAFELVTHRLYHIECPPETHDIY
RRNVHIMKTEDGGLGLAALAKFNLRLWAWETDAEGVTGWVLRRIIELDRFLPLDVSSLPSPENGSCGRPPVRMLGLVEDD
DLVFLWTITGVFAVHLKSMKFKKVFEADVSKTVYPYKGFHIAGLVGCGGGNVAAE*                        
>Sbic_03g001660                                                                 
MAPLRRRGAGSAACWLSRRRRCRTSGVYDTGGGGGGGGGGGGGGASLELADDVLAAIFIRLPNAADVVRCVATCRRWASV
VAKEADALSRALRLPPLPALALGFFHRNQDRRQDAGGAETTNTRKRKRRHGSTVDECSTPPCFVPTASGSRLLGFNLNLP
SGTTEGLQHHGVDALDLSRPIASRNGRLVLELHSVDGSLRLCVCNPMMGDDVAVLPPLLGKDRPKVYACTLLTGADLDRP



SSADLFRVLIVYNRDRFTALRSYSSDTCSWSKEAMKTSGPKLTNWELGKLGQGIVLHGGVAYWPLKSSALAVRFDTPAPP
SLVRMPPDGVPNKIKQLRLLSVGPDGKLWFLDAASNGEGCVSVLWTVFHETSTGTGTGEWVRGGAVRLTRLKVKGAMDIN
LRWFCEKSGILLFTLGRGSSDPGTFAMNLATKQVDKLDDCSSWRNFVGYEMDGVTYLRSIAH*                 
>Sbic_03g003560                                                                 
MSAKVPRCLGVTSSGMADWASIQTDILGIIIKKLPIPDYIRFRAVCTSWNNVCKDVSYRPRVDPWLMLPPDQNPLGAQFF
CIPERKNQSIRLPSTASLFESVWAPVGSSNGWLIYFSRTYGTMQLVNPISGKHIQLPPLGRRIFSKAKLLEMNERNFIVA
VLYADEKGYKVTRQGSSNWSSVESKFILDDIIKHRGRLYTCDMYGTVEMWAEPPHAWPDEEVTHRWRFRCLIETPAGDLI
RVKRLCQNKFAVWILDKGTFSWVGTENIGDLALFVSHYNSFCFPANDHPNLKANCIYFIDMYNNLCAFNLEHGTKELVQT
LAIGQGQGRNDYYRRPQRDQILWFIPSLE*                                                  
>Sbic_03g006360                                                                 
MGRGKAIHHGRQDRLSKLPDDILLTILERLDICDAARTSILSRQWRHIPAMLNKLVIKEMSPTPLFKPVGYAMENLMVGA
AEFTILTKKKHAHCTEDDVNFHGKQLMALFGVWPNAFGGLTRLNLENISLNRPDMPLIFSVCKRLEFLRLHSCDMGVLSP
LEVENPQLRELEMDDCRFDTVHLKWLPKLTTVTFRMWITQQDPLSFSYVPQLRSLSLINIGLSWHKMLKLSDFLGNVTIT
TLQLNFRSEKDHFCEMMMDEELRTQYAYSKNKKDVDWEGATFDFKHHKLAVLKIFGFRPDDRYARSVIKVAVNLEDVFLF
NKLVCEKCKRDVPRASRYPWKQRFSLRNRITNGTNSFVAIHFPS*                                   
>Sbic_03g010000                                                                 
MEMQWRHRSKRGGAIKQEGEDWLSRLPDDILHSILRGLPLKHAARTSALSRRWARTWLRALASSRALDFTDRDFARGQQA
SSRAAAAAAATVSCCLRLHAEHGAPLDVFRVALMSPAPGTFERDVVAWVASAVARGAREVEVDLTRPPTKGGAVDETAAL
VELPGDLFVATNSLARLALGGFSLRAVPGGAAAGLAGLRSLSLSHADVADEAVRDVVSSCRALEHLSLRSCGLLRSVRIA
GAATLRALEIVRCPAVRELRVTAPALESFAFHGDTVGDTVYWDGYGDPYSAVDLGSTPALRDAYLSHIGFDDDVNAYQDR
EYVYSNFLSCVAHARALTLCSVGLLLGYDEGVEIDMTNIQELQLLLSSEGEGDDLQSFASFFQINPLPLLDRLFVNLPSD
TTDASDAAAALAGEVVDDSRMVIPYIDFVLDHLSFIKLVNFRGTRFELQLLAFLLKRAPALEKLVLVTVGEEGRAPVDEH
IIQGWVSVMQKASPEAQLTVCRSSEDRSQNPVHTRFYHVLEE*                                     
>Sbic_03g010010                                                                 
MEMPTHYPSKRGSMEEEDRLSSLPDDLLHSILRELPFKHAVRTSALSRRWAPQWLRALASSRVLDFTDPDLARGQLPARA
AAATMRRCLELHAEHGGPLDVFRVALRSPPAGAGSSDGAFERDVVGWIASAVARGATEVEADLTPTPTPTEGDEDADDGS
SASVELPGDLFVARNSLARLALGGFSLRAAVPPSPGGLAGLRSLSLSHADFTGEAFRDVVSSCRALEHLSVSSCDALKSI
RIASETLRVLEMVRCRAVRELRVSAPALESLAFHGDIFLYDDYVDDGVLSSPVDMGSTPALRDVYLSQIGFGHNDDERYQ
VCGCDAHAYDYADLLSCVAHASVCTLSSDGWFQELQLLMTSVCGSSDDLEGFAGLFEQNRLRLLDRLFVRAHDHTGPSLI
SPTTSQFPGDTTDASDAVEAPAIEVLDVSKSPARRNLRETRFERQLMAFLLSSANAVEQVVLVTRWKKREELRVDRSGR*
>Sbic_03g010880                                                                 
MEEEDRLSSLPDDLLHAILRGLPLKQAVRTSALSRRWASQWLRALAASRVLDLTDRDFARGQPPARAAATVSRCLRLHAE
HGAPLDVLRVALASPPSSGAAGPSDGSFGRDVVGWIAAAVRRGAREVEVDVLHLTAFLELELPGDLFQVRNSLERVALGG
LSLRAVPLPAAGLAGLRSLSLSHADVTDEAVRGILASCGALESLSLRSCSLPTSVSIASERLRDLQLLGCRAVLQELRVA
ALALESLTLYGQVCWREPEQIWQEAYPVFFDFGNMPALRDAYLSHVGCGDYNIVHDMAYPYLYYVVAHARILTLCSIGLL
LPSDPGYGWSSSAAARDEETDDADMTLEHEIVLGQLTFIKVVNFRGTRRELRLLAFFLKRAPSLEQLVLVTPEEEEAPAD
LKAMRERVSELQRPRREARVSVCRPKEDDSPNHAHTRIFHEDDEYICD*                               
>Sbic_03g011315                                                                 
ITLSGMDCSKNEGAVAVAALPDDPLVEILSRVPAKSVCRFKCVSKAWRDLIADPHHRKKLPQAMQGLFFMVPEDLIDVSF
SFIDLTARSVPPDIDPAFSFLKERPGFQFHNLGFLDSCNGLILFKNHQEPPYSDAVGYVVCNPTTKRWAAVPTCGSLDLT
TCTYLAFDQAISSHFHLVQFQIYVPGEMLVSLHVYSSETGTWSGNQIGSQE                             
>Sbic_03g011420                                                                 
MLALLAAFAVACLLFVSRPCARDMRLFLASLCQQLLLSLLGLLAGLRLLGGVAAASHAGNTETMPLMPSFKRKRAAVTVE
NAEEAAGAAAGGEPSVLDLPELAIDCILERLQPAELRSMAAVCRSMRERCRSDHLWERHMTSKWGRVLGRAARDEWRTHV
ASASESGAVSGGGGGGKRRRWLAALSCVCPVVSWMRPRPDGGKSSAPVLDDSIMSWYLSMESGKFWFPAQVYNREHGHVG
FMMSCYDAELSYDFHTDTFRARYPPHGRRTVVLEDGVHWDRIRAPPVDTLAHDLHTSDCLHELRPGDHIEIQWRRNKEFP
YGWWYGVVGHLESCDGNEHFCRCHLSDTVVLEFNQYTPGSRWRQALVNRKEHREEGNEGDGFYGGVRKLRSKDDISKWRQ
LWPTDILE*                                                                       
>Sbic_03g012010                                                                 
MAPRPAAAAAAAALMDELVEEILLRIPPDDPARLLHAALVCKRWRRIVSDPRFRSRFCEFHRTPPMLGFIRNHERGSSFV
STSSFRAPPADRVNSRAIDARHGRVLLQSRGPSDHNPWEDSFHVWVPITGERRKLPVLLPGPIYPWSWNAAVLCAAATEG
CEHLDCHRGPFLVVFVGNGDVVETPVMCAHVYSSESDSWSQQISAPHIYDDLGLNPSAFAENSLYFRCMHSVLKYDLATQ
ELSLILLPEESFFWGCALLMATEGGELGLAYIFTSRLYLWSRKAGPNNGAGWARKVIKLTALLPAHDDSLVPMGLTGFAH
GLDVFFLRTSVGIFTFDLKSIRFITKVCEESFCDASFPYMSFCTPALGAASAEGSRTGTSNA*                 
>Sbic_03g026850                                                                 
MDDTLAAVLSYLPPPAASATGSLSYSFPAAEAASLNGEEEDRISRLPDEILRNIVSRLPTKDAARTTVLSSRWRHLWASI
PLVLDDGAHGLAPAVAAAALASHPGPVVSARLASSQDAEVVASVFASLASRDVEDLVVVINGSWPVEYRVPSKVLDCAAL
GRLWIGLSQFPDTSGVAPALLSLRELGIVHSSAQDRDLHAVIPRCPELETLALALTQDYPRYLHIWSGSLRCVVIWKSML
REVHLDDAPNLDRLLVEPIADAATHIKIIKAPKLKILGYFDVGLHQLKIGNTVIKLETKIKPNAMVRTLRTLALKVQFGV
EDQVKLMPTLLKCFPCLETLYIKSVPSEALVNAGIEFWDQVGFTECVYSHLKKCVLEAVRGEDNELAFAKFIMESAQMLE
DFHVFVDGSCSKDFVLCHLSSEGCVSLDARVVVERQDGTVWGFQRAIDLFQSDPFGC*                      
>Sbic_03g026870                                                                 



MAFTGGRGIMEEIFACIPTQPIPSPAEGSVSAAACSVVGGAEADEDRISRLADALLSNIVSRLPIKDAARTTALSPRWRR
VWASTPLVLDDAHLLQDPDQPDDGPLGFGTDWRSIADAVSSVLAAHPGPFRCVRLTNVCRYAAARDRGALARDWLRVLAA
KGVDDLVLVCPRWPFKAKIPADILRVASLRSLYLGLWDEFPGSTKSLHRGNVVFPHLLELGLCRTDIKTADIDHLLQCSP
HLEKLALVACDNSPDCVRVRSRSLRCVLFWMSVANEVNVLVVPRLERLILWSECPGARLDDDFRTRLNIGYVQELKVLGY
LDLRIHVLEISNTIIEAGTKPSPRTIVPSVNILALKVRFGVRKEARMLPSYLRCFPNVVTLHIMSDEADEPTGKLNFKFW
QEAGPISCLQSQIKRVVFKNFRGNRSELAFLRFIWERAQLLHKMVIVLADGDDPASLDQMVAKLKPLACAKRASKDRKLT
ILVRNGGCVWSFHRASDLSVSDPFDC*                                                     
>Sbic_03g026880                                                                 
MAQEQIVGMEDMLRVVLPCLPAPPFRTTGAFRRSHSPRSGGGGEDRISRLPGTVLSNIVARLPAKDAARTTALSRRWRRV
WVSTPLVLDDSDLLIFRDGGGGGRSAPVNWPAVTDAVSRVFDGRRGGPIRFVRLTCCFMKLAMRFRILEYWLRVVAAGGV
EDLVLVNRPFPSSLPLPLDVLHIASLRTLYLGFWQFPDTAALPRGRATVFPRLQEIGLCATKIQARDIDHLLACSPVLEK
FAIIAGLYFPRYVRIRSCSLQCLVFWKSLADELDVVVAPRLQRLILWQACQCIIGSLPFRTSVRIGHATELKVLGYLEPS
IHQLQIGSTIIESGTNMIPSSMVPSVKILALKVQFRIRKEAKMLPTFLRCFPNVETLHVLSHEAEEPDGKLNSKFWEEVG
SIDCLETHITKVVFDKFRGERCELAFLKFILERAQSLLKLVIVLANGDQASVDEMLAKLKSLTTAKRASECPTLLAVVRE
GDSAWYFQRASDLSVSDPFDW*                                                          
>Sbic_03g026950                                                                 
MDADGGGEHEGPMTYAQAQQFFTSMEGPTAQERIDYIFASLISLLPRPFVPAPEVAGDDSDSDSEHERFSLTSSDSSEAS
GGVGADPAAAFHPAAVGDGEDHISHLPDALLSNIISRLTTKEAARTAVLSTRWGGVWAATPLLVDDAHFFGADRHSDIPI
MRAVSRCVAAHPGPVRAVRVTRVSFHANEYPLQRLVADLADKDVKDLILFNRPWPLNMPLPVDILRCASLERLYLGVWHF
PEITAARPSVFHELRELGLFHCVVRDKDLDTLLAHCPKLEIFSIVMSYGAPSRLRIVSPSLRVAVDWQSTLREVSVEDAP
CLERMIFHTIETRRSIKIVSAPRLQVLGFLNLNLHKLEIGGTAIRAGMNVGARAMVPSLKILAVTLQFACNQEAKMLPTL
LKCFPHLEKLHVLAIPSKPPSSAHGLEFWESLDSCECLRLRLNTLNVYGCLVQTNEIGFLQYMIREGKALRAVGLCPSPN
NKVAMDLVLASFESKEASFVESKRSSRGGSSADVILAEINGSQIFQNAIDMSIDDPFFSDNIPL*               
>Sbic_03g027140                                                                 
MEREGSPTPPPPAKRPRDSSPTTIHSLTDDLLLRIFLCLPSLATLVRAALACRAWRRAVVSSPDFRRRFRELHPAPLLGL
FFEAPSPVHDPALPAFPSFVPARRRERDLSVALRGGDFFLTCLQQHPSMAHSWEILDCRGGYVLLCNVDQTSAQAMAVVN
PLARQCRLFDYGHVDTFEGCRGTPIGRNACLLCSEEEPASFRVVLLVHDESRVRATVFSSETCEWKIHPWVDVPERPRRS
KSWLLNSNMQSNGFFYWVYKNYKYMVTLNMATMEFSAEELPQFLKNRCCSFSVGETNNGVRCIAYATDFTVGVMLRRTDG
DGTEKWMLDRATPLDAQLDGVLRKQKRNYDELLVLAVRDGFVYLATSTKISDSANPSWFLSLCLETMKLENLFQRTYDGP
ARPYVMAWPRCLVTNNGCSPLDASMKCIKCLQRRKERI*                                         
>Sbic_03g027150                                                                 
MMSSCGSDPTELPAAKSPRLTGPTTIDSLGEDILLEIFLHLPSLATLVRAALTCRSWRRAVSSSPAFRRRFRELHRAPLL
GLVAEPQRDALPAFAPAQPEDRDVLAAIRGGDFALTELLDPQGYAADVPLHWHIQDCRDGYVLLANWNAGLLAAVNPLAR
YSTEYIDMPVSFSFDKERTDVPVAADWHLLSSDEDPMSFQLVWLLYCKSKVQAVVFSSDTGDWFFHPWVDIKERALSNDA
DRHWLQSGMRSNDTLYWAFTNLEHMLKLDTATMEFSVSVLPPYLKGQQGWRFVVGETKDGALCIVFCMLWGIFVLMNRTD
DDGVERWVLCSVNSEADANPPPDNIDTLQAISIVDGFVYLVTSEMVLALCLEAMKLEKLFPRSFRACHFHPYIMAWPASL
VGNYGSFALIQDGVDNV*                                                              
>Sbic_03g027160                                                                 
MARDRSRTHSPPPVKRQKKSSTTTVASLADDILLEIFLRLPSLATLVRAALTCRGWRRAVASSPAFRRRFRETHPAPLLG
LFFNPPGAVQDPALPAFPSFVPTRGTDRDQAAAVRGGDFFLTSLQERHGVHNGWGIHDCRGGYLLLANADQLTMAVTNPL
ARRRESFFDFGHEDTLEGHRVHAFAHQACLLCSDEDPTSFRVVNCSDTGEWSVRPWVDIPARPQRGRFWLLNGNMQTNGF
LYWVYKNCKYMVSLDAATMDFSVAELPVFLKNRLCSFVVGEMNNGEPCIVYAINFTVGVLLRRTDSDGVERWVLDRAEIL
ETQLGLVLGKLMENYNEVQVVAVRDGFAYLATSERSNRSSTPSWFLSLCLETMKLEKLFWRTYDSFVQPYVMPWPPALVG
NYGRFALEDGV*                                                                    
>Sbic_03g029480                                                                 
MADHPVAGEHHHPSPASSAATALGPLLLLPSELLHEILLRLAVPELLRVRSVARPLSSLISSPDFRRLYHLSSSPSGPGP
AAAWLLLFKKLPPRDAAIRGFHGPSGRWFRIPVSSILAPAVPPGEDLYFLAASASSFLFAANGRRELVVVDLTARAARRL
PPSPLGPRGTSSWRRFGLKLVADPPGSNRFRFLFAELVNNTPFLFEYRSETDTWQQSEAVLAEGEGAEPAARAAAPDGDG
GGTYLCAAHAGPDCVMVYAGPRADDRPVFFRPRFPNAAAGHGGERQHVYGDGSAAVVRSAAIDDPTSRTRVKVVTGVDLY
GFGAGAVGGDWELVASVPGDLVEGFRKPYAAMTGLLAEREGVVRLVLISNCRGAWDLVWLSYDRARREWRWVPVPDWGSS
KGLNMAGIAVSSTFSRLWPLAAPAPASSSSSSHQ*                                             
>Sbic_03g030090                                                                 
MIHLMEDHSSWDYLPVDHIRIPAFNSGVVSEASNGGNDFSVSLDAVVPDDILERIFTFLPIASMMRATAVCKRWHGIIYS
SRVVWTHMLPQRPWYFMFTSNETAAGYAFDPILRKWYDLELPYIDKSSCFVSSSCGLVCFMDNDNRNTISVSNPITKSCR
RLLEPPGETLPDYSTIAMKVDRLSHKYSVTLAKSKQIPEDFVRWDFSVYKYDSSSGTWATSVSEVFIGWRGGDDSVICDG
VLYCLIHSTGVLGNVNPRHGLIMYDLAGEPSETSLMQTSISVPCSLTCGRLVNLKEKLVLVGGIAKHNRPDIIKGIGIWE
LHEKQWHEVARMPHKFFQGFGELDDVFACSGIDDLVYIQSYGATALLVFDMMQKQWKWSLKCPVSKRFPLQLFTGFCFEP
RLDIAA*                                                                         
>Sbic_03g030170                                                                 
MASLASVPAEILLLIFTYLECFADLTSVAGVCKGWRNAVHVRLRASQRKEPPYRQLPWLLQPSYDVPPSTITSFVSGTTG
HRICLPEGVRRRDRYYCGSHEGGWVAVAADRRRPHYEFVNLINQASASIPLPNTLRSHPTRSEVVDEIRVVTLSDVPTAG
SCIAAAHTVGGYPSIIFCRPHADGHWVPPLMDTEPLQDTLYHRGAVYQGFYAISNMDNLYVFLPREINNGETLVMRQVII



SFSPALAMGRRVVASNITRYLVESRGKLLVVLRYSGMAMGTNDLRTLHFRVFEMELNELPNGGHSTAWVELDDLDGDVFM
*                                                                               
>Sbic_03g030180                                                                 
MASIASIPAEILILIFTYLQCFADLTSVAGVCRDWRKAVHLRLCASQQDQLPWLLQPSHDDVDDAPPSTITSYVSGTTGR
RRISLPEGVRRRTDRFCGSHDGGWVAVAADRRLPCYRYKYKLVNLINQGIASIPLPNKLRSHHPTRSDVVEIRMVTLSDV
PTAGSCIAAAHTVGGYPSIIFCRPHVDAHWVPPLMDTEPLQDTLYYRGELYEGFYSITSRDNLYLFMQMEINNNNNNRDT
LAMSQFIVSFSPTLDIDGRMAGSTITRYLVESRGKLLVVARYSGRATGIDLRTVHFRVFELEIFPMPNAAGHSASLVELQ
GLDGRVENSRFVLLLLSVAMEDPGLRFNTLCRLT*                                             
>Sbic_03g033585                                                                 
HARKPSGGRGQTMRSWGQIVGWDWPPGSSSCSNPHSGGPPPALAPPSRAVDTDEGEFGGRPRAAKCALLESGCVDRVCTA
DRPAGDGRDRISDLPDAVLLSVLSLLPLRDAGRTAVLSSRWRGLFDQSLLDFNACQPFPPEQGRGGGWFIRAITDILAAR
PRIRIRSFRFVMYGWGFDDRLAVVDGWFRALARHGAREVDVDMFYAISMPTLPGSLLELSSLETLKVDHCRFPDAWPARV
PAPAPWLPALKILNLSSVNVSQESLQAILSNCNSLECVKLKNIIGLDKICLRSKSLARLYGDFGGLKELVVEDAPNLEEL
VGIGLPSGKAKVKIVFAPKLQVLGYLGITVRPLILYDTGGIVKLGAMVHSVKTLAIQVPFSEKGYTVFVVQLLKCFPCLE
VLRVE                                                                           
>Sbic_03g033621                                                                 
MDLGPSLPDDVLAGVLRRLAPRGLAASRCVCKAWRRVVDDHCLLRADLLPLSLGGIFLNLHDLRFTQFLSRPTTGAVVSG
RLDYTVPGEHGFMPPVYVRDHCNGLLLLDHCVVNPATQQWAPLPPLPPLPDPLHTEQYLLFDPTLSLNYDLLIVPDIPSE
LNDECEESEWPPSTLILHVFSSEAGSWEERTFGREGEAAGMLADMVGSRRHFFDRQCGFFVRQCGYWRGELYICCENCFV
MRISLSNNTYQAIRMPTEDVFYLGKSINGIYCASIFQGSQLQVWFLNDQCVHGQTEWVLKHGRDIFPFLPNLNYDEQCDG
PWILQDFYYCRQEEHNSYGEAYDVVYKNEAILEEKFVWDSDNDNVLEPGSRCKDSYIYFLGFHPYKEVVFLSDKFDRVLA
YNWSSSRVQDLGKVFPKFYIDWNLHFHHTLVAASFPYTPCWLGELPEKLNLEAQLED*                      
>Sbic_03g034760                                                                 
MGRRPRQRQRRRRHAWAAAGQGPDRFSHLTEDLLRSILNCLPTRSAARLAGVSRHFRREVPRLLERVDSLTLHEPHFPDP
LRTTPPLLIRRLALAPHRAIPPSSFRPIIEDAALHGVSEVSFRLTRRARLPKNVFTVKSLVVLALDTCAVPPWSDVSCPC
LRTLRLHRVAIHQENINKILASASFLDTLEMVYCTGHGASKGCTVESSSVKNLVFRPTLKLEGTVIRASGLRVLTLYTRS
RAKSLELAPAPEIRKVYLHISKPNSMETSMESFKVRPFLDAAVKLECLTLRGQAMKVLSYEYEQNPKLTVMFQDLMILSV
SLNLSSEQELVFLLKLLESCPNLQKFILSAAETGNGNDLPRFTDHKDRLASISCLTTSLVQFKFLGFKPQEYQEELVVYL
LTVAKQLKKVGVEFDKSQLAAVKQILSVRTSPIERISTKYKRNYYMELEYS*                            
>Sbic_03g037340                                                                 
MSEGARNTRRFLGASSSGAGAGAGGSGSSSASYRSGGIGAAARRATNDVNTGILDENVLALVFRSLNFDPKALCTVSCVS
RRLRAVAERVLWRELCISRAPRMVASLTGAAPGRVVGGWPALAKLLLFCCGAAAAAAAVRGHFTGVSRFSKTSGRSFLSR
RCRGDLLYVSDPCEHAVPGADDDVGAYRGVFRGFMRSRTRACLVGRQAPLETRVRCPYCGARVWSMVAAGMAPRSACRRL
GAYEGRLEYYVCVSGHLHGNCWLARLTSSDGDHDGDDSEDDDDDDASTEGGSDGGPVAP*                    
>Sbic_03g037510                                                                 
MLPLLLISTLPAFTLLLVAPATKACCKLARELALLALLLATELLRHATAVGTKERERGARMSSKPRPALVAPEAEAETPA
AAAAAGFPLLDLPELALDRVLEELSPASLAAMACVCAPLRDRCSADALWERHLRLKWGHVLGAAARKEWEAELLGGRGAA
RGSATRPTRRRSWVDSLACACRPFSSWIGCRWLLKGDHAPAPSSAVAAEPTPTTAPAAPPTDTVAAWYRALECGEFSFPA
QVYNREDGHVGFVLSCYDAHLRYHRRTDTFTARYPPLGRKPGKEEDGVQWNRVRAPPVSTPAQDLHASDCLEELRPGDHF
EIQWRKNKDFPYGWWYGVVGHQESCNGNEHMCRCHQDDMVVLEFQHYAPGSRWRQTTVSRKDHREKGDETDGFYGGIRKL
QTKDEISTWRRFWPVDVLN*                                                            
>Sbic_03g040150                                                                 
MGGELPEPSRLRRALSFGCGAVPEEALHLVFGYVDDPRDREAASLVCRRWHRIDALSRKHVTVGFCYAVEPARLLARFPR
LESLALKGRPRAAMYGLIPEDFGAYAAPWVAQLAAPLDCLKALHLRRMTVTDEDIAVLVRARGYMLQVLKLDKCSGFSTD
ALRLVARSCRSLRTLFLEECTIADEGSEWLHELAVNNSVLVTLNFYMTDLRVEPADLELLAKNCKSLISLKMSECDLSDL
IGFLQTSKGLQEFAGGAFSEVGEYTKYEKVKFPPRLCFLGGLTFMSKNEMQVIFPYSAMLKKLDLQYTCLTTEDHCQLIA
KCPNLLVLEVRNVIGDRGLEVVGDTCKKLRRLRIERGDDDPGQEEQGGVSQIGLTAVAVGCRELEYIAAYVSDITNGALE
SIGTFCKNLYDFRLVLLDKQNKIADLPLDNGVRALLRNCTKLRRFAFYLRPGGLSDVGLGYIGLYSGNIQYMLLGNVGES
DNGLIQFAMGCTNLRKLELRSCCFSERALAVAVLQMPLLRYIWVQGYRASQTGQDLMLMARPYWNIEFVPPGPESAYRVM
ADGQPCVDTHAQVLAYYSLAGRRPDCPQWLVTLHPA*                                           
>Sbic_03g040540                                                                 
MELLPVEVVGNILSHLGVARDVMVASAVCRKWRDACRRHLRSLSFNSDDFPRDMTTRQLEIVITQTIFQTMGLQCLSIHI
DNTHEFSAAPVIAWLMYTRETLRSLSYNVRTTPNVNILEKCGRQKLEVLDLDHNTITGVEPSYQRFTCLKSLSLRHVSIS
ALDLSLLVAACPRIESLALDVLEVVTSDSQSTMELTCHTLKSLFAKSVGVNKIILDADNLEVLHLNALNLDLFELNGKGT
LKHLKIDDVSVTHLDIGDNTDHLEAVDVSNFTIVWPKFYSMISRASNLLMLRFWGVVFDDEDEIVDSETIAVSFPLLRHL
SLSYELRDGLLHYSLQGSSPLENVSVLELGWTVISEHFGPWVFGMIGRCPNLKKLVIHGVLSEAKTREERQMLASFTSFI
VCLMRKYVHVDVQFEYE*                                                              
>Sbic_03g040940                                                                 
MSFRSIVRDVRDGFGSLSRRSFEVTLASIYGLTGHHKGKTQSSLHELDDSPSIIRESRWANLPPELIRDIIRRLEADEST
WPARKHVVCFAAVCRTWREMCKEIVLSPELCGKLTFPVSLKQPGPRDGNTMIQCFIKRNKSKSTYYLYLCLSNVVTSESG
KFLLSAKRHRKTTCTEYTISMDSGNISRSSRTYIGKIRSNFLGTRFLIYDTQPPYNGAVVPPSGRTSRRFNSTKVSPKLP
SVSYNIAQVSYELNVLGTRGPRRMRCIMHSIPASSVEPGGIVPGQPEQIVPRALEDSFRSTASFSQSFRSTTSLSKSIMD



SSMDFNSARFSDIGGSSARFTGIPGSSARFTGIPGSSARFSGIAEGRLDNDEESETKERPLVLRNKPPRWHEQLQCWCLN
FRGRVTIASVKNFQLIAATTPPPAGAPTPSQPAPSDPDKVILQFGKVARDMFTMDYRYPLSAFQAFAICLSSFDTKLACE
*                                                                               
>Sbic_03g041500                                                                 
MSRISRRVQVQEELSALEEGPKKMAGEVDEDVLTEILARLPCRSLARFQCVSTSWRRIISSDYLRRRLPLITSGVLYHDD
THRGGDADSGRRQRQAYTYACASGGVGSGGGTAEAPDMGFFPRHDTSTIIDGCNGLLLYYSSRPTAFHVVNPTTRRWAEL
PPPRARTLLSVLAFDPCASQHYRVVCFTGWLPRGATIEVFDSERGAWRDHEVDFGLDTDAMSATMHYSGGALHVLAYSGH
VVRVDLDTMACAVTALPAPVSCRARAGHCRGRLRFASMTARASGIWELKDAAGGEWALKNEIGVSDVVPGGASQSITFLF
MAFHPERELVYLWSPWKLLAFDVVERRVEEEWVFGSEKDGTHLIQVWLFPFSRHLANALA*                   
>Sbic_03g041730                                                                 
MASADADAGTCPWDALPSHLQERILSLLPITELLPVAAVSRALRRLLRSPAFHALLSPHRLDAFFLLSPRLAVHPLSRRV
LTLPALAALSPPSYPLVSSPSPSLLITCASLQFLPPIPDGAYLLSVIVPSRRSSPSCTLVAVTTGAAVRSHTLDTGDPSP
RWASRGDLPLSLTILGNAAVARDRGKLFVLGRGPDALLAFDLVTGTWEVPPVVMPQGLTTAHLFVFDGSLFLVGGIESFG
EVERVVVWRLDVDKEEVWWWREVSEMPTEVFDELLAGRFGSFWHFQAADRLGIVCLYNAVDGRLVMFDASDGAWTVLPRL
SGLDADESLRWFGHVLEPGVEILMGLR*                                                    
>Sbic_03g044270                                                                 
MGEVAALRQLVGQVQELWDLYGANAHPIPRWYLLDFEHGSIKDDYCGGRPGYNSELLKIMETNQSPPRKRPRRDRNREKA
PSNKTEVMQQEIWRDFPEDLFETVIARLPVAAIFRFRTVCRKWSSLLGSDSFSHQYSEAPRGLPWFYTITHENANNNVAM
YDPSLKKWHHPSVPLTPTKIVIPVASVGGLVCLLDLSHRNFYICNPLMQSLKEIPPRSVQGWSRVAVGMVLNGRSSSDGY
KVMWLGNDGTYEVYDSTKNMWSCPGSFPPGIKLPLALNFRSQPVAVGSTVYFMCAEPDGVLSYDVSTGIWRQFAIPLPLH
LTDHTLAEFQGRVMLVGLLCKNAATCVCIWELQKMTLLWKEVDRMPNIWCLEFYGKHMKMTCLGNSGLLMLSLKAKRMNR
LVTYNLFKREWQKVPDCMLPCSRKKQWIACGTAFDPVPCALA*                                     
>Sbic_03g046010                                                                 
MTAAAERRKLSGYLRAVVSVPGVDASAASSIPPLSPCTLSACGAVALAPLPDDVGTQPRWPRWRAPGVVRLLRTLVANRC
VEVEGTLLRVVTRKAGEGDGDGAEVEARAVLLLDVYLPVAAWSGWQFPRSRSAAAAVFKHVSCNWDARKALLDFDWTSHA
NTHCDDRSIWSCTDCHVLGCEDHKIASISNKEKSFDLHEIFKMLPGVRMEKNMQVARIIPDAGALELGIWSVPDDVLHKV
LILLKPRDLIRVAATCHHLRTLAASVMPCMKLKLFPHQEAAVEWMLKREQNVHVLAHPLYKDFCTEDGFPFYINVISAEI
STGDAPTINDFCGGMFCDEPGLGKTVTTLSLILKTQGTMAYAPQGVDVSWCMHKPDKKCGYYELSASCSSNRNSSSSASR
KLLGEDVITDYQSPDDSVCSTRYSRKRGRLLSPDPTKVMLHAAIENSPSSSHSKEHSMPATHILKFTKNSRQVRKNLMDA
YSDVSVGNKRKIGISSELSETWVQCDACKKWRRLSDGTVLDSTTVWFCTMNTDPTRQKCTDPEESWDFKRKITYLPGFYK
KNSLPGNEENVTFFANILKDNVTMINSETKKALLWLAKLSPTKLLEMEFVGLTRPVLDTRATTSKGARPYYKIFQAFGLV
RKIEKGVTRCRLSAEWGPKKRSPLKQIHWFRVILDEGHTLGSSLALTNKLQMAVALVASNRWILTGTPTPNTPTSQVAHL
HPMLKFLHDETYGENYQSWDSGIHRPFEAQMEEGRARLVQLLQRTMISARKADLKNIPPCIKKITYLDFNEGHAKSYNEL
VVTIRRNILMADWNDPSHVESLLNPKQWKFRATTLKNVRLSCCVAGHIRVAEAGQDIQETMDELVQHGLDPSSDEYQFIR
YSLLNGASCFRCRVWCRLPVITPCRHLLCLDCVALDSEKCTLPGCGNHYEMQSPETRARPENPNPKWPVPKDLIELQPSY
KQDDWDPDWQSTSSSKVAYLIEKLRSLRETGNNITDSVGHANTLSYQPQAVLDKVIIFSQFLEHIHVIQQQLTIAGIIYA
GMYSPMPLASKRSALMKFQEDPTCMALVMDGTAALGLDLSFVTHVFLMEPIWDRSMEEQVISRAHRMGATRPIHVETLAM
RGTVEEQMLRLLQDSSACRKIVNKGTGSTDNEGGRSHRSLHDFAESSYLLQLSSV*                        
>Sbic_04g000800                                                                 
MAIQTRKRKASAPQAPIPYLSDEIVVAILVWLPVKSLLRCRAVCKAWRAIVNDPLFVSAHLRWSAMRWEQEPSFLVTPVT
RDHVIPQEDVKERGWPTTFSKQISFYRYQWQWQQSASDSDSDNNGHGQQQTARLMHVKELGSKSNRVGFFAHCDGLVLAP
TEKELYLLNPATGDAITLPKSHRNNLRHAPRTCHCVGLGLDPRTGKYKVFQAFYRPVNPYPRFNDYKKVPMGMEFLTLDG
GNNEAWTWTETMEDSMFTLGSGDDDEAWTETREDPPRPLLRWQTGVTLKGFIFWRVDTAQYCQSSAGILLRLTLELEGFN
IIPLPGSMRVCDDFMLDALHGQGELCLTTRTSDVPSVTIWMMPVHNDDNYLAMGYAQWELRYSIPLGLPPHRLCRLMALV
AGGTRILLWSDFILYEYDLATSKLSTVCEMDRMRYQGRRTRKWKNLWSFNFVPYTESLFRIGSLLPVCHYKRLIKPPDH*
>Sbic_04g001070                                                                 
MGKPKLEAFRLLRSCLCFSGQKRDKEEAEATGDVKLGLGGGGDQHPDAEPPQLPEDIIFDVLSRLPVKTLCRFRCVSKSW
RALISSPAFASAQASRAAAPLVAGVFGPPCPINKFHPARAPRFLPEPSVEVRVMDPADGGSVLRVVKDVKSTKMMCSARL
GRLVLVDQGDRGASVIDPATGRVMVLDGESSSTSATTLSLYTAAAGDGDDIDNTVFACRWSSYNSLGRATPSGAYKVVRL
RDSLATNKGFVQICHVATVPWPWPWDDDDDHQGRGRGGGINIAMDCCCWRRRPEPPILTCGCSSCTAVVDGVLYLMNHRC
PSHTGRPWSPPISMCHVSIASFDLESEEWKPTIISGPSSASPLNKDVGWEMALAPLKGSLCLIQTDIIRNNNNNNNHHPG
SRCYCTKNIWFLVDSERSIWVKEYAIQMTEGWCLFKPLEILVDGRILMLNAFKKKEQKLSDDDVQCVLQLYHPTTGALTH
LMEMGNDFRGPLTLYTGSLLTME*                                                        
>Sbic_04g001090                                                                 
MELDPGHTPLIHGLPDEIALICLARVPRRYHNILRHVSKRWRALLCSEEWHLCRKRNNLDESWIYVICREAGIKCYVLAP
DPSSRCFRIMHIIEPPCSGRKGVTIEAIDKRLFLLGGCNCVHDATDEVYCYDASSNRWSAAAPMPTARCYFVSASLNEKL
YVTGGYGLTDKSPNSWDIYDPATDSWCAHKNPMLTPDIVKFVALDEELVTIHRAAWNRMYFAGIYDPLDRTWRGTENEIA
LCCSSPTVVVDGTLYMLEQSMGTKLMRWQKDTKEWAMLGRLSDKVTRPPCALVAIGRKIHVIGRGLSIVTVDVDTAARVD
GFLVTTSIGPLVEEDLTPERCMVITI*                                                     
>Sbic_04g003660                                                                 
MEWDSDSDGGGDDEEEEEVRPGGGGGDAGPGFSLAIEGVLGACGMVVSDALEPDFPIIYVNRGFEEATGYRAEEVLGRNC
RFLQCRGPFAQRRHPLVDAAVVTGIRRCLEEGTEFQGDLLNFRKDGSPYMARLQLTPIYGDDEMITHYMGIQFFNDSNVD



LGPSPGSVTKELARSTWIAPGNTDSPTSVGKGNLWEHSSLFLLSDEVICQKILSKLSPRDIASVNSVCKRFYHMTRNEDL
WRMVCQNAWGTEATRALETVAGSRSLAWGRLARELTTLEAVAWRKLTVGGAVEPSRCNFSACAVGNRVVLFGGEGVNMQP
MNDTFVLDLSASKPEWRHINVSSAPPGRWGHTLSCLNGSRLILFGGCGGQGLLNDVFILDLDAQHPTWREIPGLAPPVPR
SWHSSCTVDGTKLVVSGGCADSGVLLSDTYLLDVTMEKPVWREIPASWSPPSRLGHSLSVYDGKKILMFGGLAKSGPLRL
RSSDVFTLDLSEDKPCWRCITGSRMPGAGNPAGVGPPPRLDHVAVSLPGGRVLIFGGSVAGLHSASKLYLLDPTEEKPTW
RLLNVPGHPPRFAWGHSTCVVGGTKAIVLGGQTGEEWMLTEIYELSLASSLI*                           
>Sbic_04g003990                                                                 
MADKKSFLKLKKNGPLVKTKRSRLELSDLPMEILHSIVSRLPIREAVRTSILSKHWKRVWCCRAKLKFTFRSLVYKKRSG
IPRFSISEQVFIQMVDAILKQHSGIGVEKMKVLFSPLNNDHAEHIDRWVQFAVASKTKQLTFDFEAQIPKKESYSFPFQI
FNAANGSHLQSLKLGSVSLQYPSNIKFLLNLKKLELVDVNIDNDNLELMLSACNVLEFFGISGCKILTSLHIPRHSKHLK
GLKVSLCPLLQVIELNSGLITLEYEGSLIPLGPPSTLRNICIKSLDIHSSIAYIFTELASTLPCLEKLTLKCPELKRTTL
PNKTLKFLYLRHLRLELIFVSRRKSADVLDLAKFLDAAPLMEELEVHMWMDYKLERYRKHHGELRNLPLHPHSHLKMVYI
TGFYGQKDQLELALHVLRVSTALEAMKIDPRPVVGCITQDLGMEDGLCFIDGYKIARKYLHKADGRGVVDVVKVSRDVKN
IWPCNDIHPYWLSAVSED*                                                             
>Sbic_04g004190                                                                 
MAGHGEKRRRTGGAHEEEPEEEDRISDLPDVLRLQILSLLPLKSAIRTGALSSRWRRLWAYRWPEPSSVTIRLPPGGGAA
GAGAVAAAAARAEALAGIDRRGRRRVDGFSLSFHGGQLTQADLNRCVHYAAACEAEDLHLRVDGGAGAGRGSRGGTRRPG
MLSVQFPVGSPLLARLSVRGLNLTAVNNAMVVTLEVIHLHSVFLTDAALRRMVAACPRLRELDLRYCRRLRRVDFSNVGV
PNLRSFTVVDCSRTTELRVPVALRLRSFRFSGAFLSSNILSGAKGSLEHLYLCSGGPETGLPTTNLLYAVPRLSNLTVLT
LCSIALQYVSSTAKAVTESNLHSLRELHLLMFGMANSNLADIYSFLKTCPCPQLERLFVQLPTNTGDAFTENFLKVAEED
PPKGGLENLCLAKMTNFKGHRNEMQLVGFLLRKSSSLKKLFLIAPKEDHPQGLRKIQSDMLPDLLKKEILHLERASANTQ
IFFSEPDAQTQPLHSEVFVRF*                                                          
>Sbic_04g004340                                                                 
MADDDLATESANSPGGGASGRVRTGRLPAEQGERIAALVRELRGGRNHVAVETSTASYAGLDSGSAAHDAAALVRELRGG
RNDVAVESYAASYAGLDSGTAAHDATALVRELRSGRNDVAVEASAASYAGLDSSTAAHDAVVGTPVAIVSAATPSVANCD
VPVGGQKDAEQAQGAGASGRMCTLPDLPDSGLRRVADRLPAEEGERFAALVRELRGGPNHVAVEFSAATYAWLYNRTAAH
DAVVGIPTEHYSASPPGVSRSAGKVAQDVPGSNSKEDEGDGIDRLSDLPNDIISDIVARLPLKEAVRTHVLSRRWLSLPA
LPPRRSLADVLFADMELTDSDGDEDAITIGVTLDQADRFTELPDHIICSILCRVPLVDAIRTCVLGRRWREVWTCLPCLT
LDDMAVGDAGVMRFLDFVDGVLARSTDMKIQRLILNVTDPDNVDGARLAAWSAQAAESVRGPVFFKLDISADFLQGETVF
EMPNQALADSITVFISHPEEIAFRVRLTANGQFASLTRLVLVGTRFKADDNGRSISDIVSKDCPVLNSLRLEDVRGVFLL
HLDSASLIDLRAVLVSDLTGVELTTQSLNRIHFAYCFVGKEATTLTVSKHNLKEVVWNDTWPVHSHFGAVEMLEKLMVYR
QNNPQNLKRVISQFSLTSVKTLCVSVSTDEDMQEVKTEVQSMRIPRYCVLVIQLSENEEGQVDSTVRELQLTC*      
>Sbic_04g005540                                                                 
MDLLPEDVLTDVLRRLPPRDLAVSRSVCREWRAIVDARCDLRKDLLPTTLGGIFVMMWDPGEDPEFLVRPSMKRTIDGRL
QNYEGLEYYNRPYIVNCCNGLLLLDEYDQVVNPATRQWARLPPYPASPGSSYYPKYLVFDPTLSPPPHYYEVLAMQDLFC
FRDELSAEGSQWPPLVYTMGMYSSSTTKWEERLFAREEGSATTIAYVGSGQYQATYLNRALYIYWCGDFIMRITLFNDKY
TIINLPAGTNELSEDDKVYLGKSKNRIHFALVDNDQLRLQVWFLNELGGNTEWILKHGANLTQISYFPKHDHGADRPWIL
QYGNNKETAAVDNGLDWNSDEDNALDIDDMGCGKSYFPAYIDVFGFHPYREILFLYLSRSRVVAYYFNASKIQDLGEFRF
GDIYHTIYQAFIYTPCWNGELFVEN*                                                      
>Sbic_04g005990                                                                 
MKTQKTGTKRKKAPCPQLMEEIIMEILLRLPVKSLLRFRSVCKAWRAMINNPMFIRDHLRHSASKWEQSPCFIVSPHTLD
RIIPDELWPTTFSNHFPFYQWQLQPNNNVATFLDSKDFPGQFKRLRHFMHCDGLVFAPTDSSLYLFNPATREAITLPNSR
RNNLRAGGRGSCYCAGFGLDPRTGKYKVVQAFYRSLDPDTGMGTDMGMEVFTVAGDDGGAWREITSNPPYPAKIIQTAKA
VGGFMFWRLANRQLEQTLSGILHLSLEEEEFGITGVPAHLTPDEKFTLDVLRGRDLCLTSHTDDTLFIWILPVADKGLNT
LWEWHYAIQLSGLCRTMALPPFSDGIILYDTENICCYDLATLKLRVLCKLRHMRYQGARNWKNLFNFDVEPFTESLIRIT
*                                                                               
>Sbic_04g006790                                                                 
MDSNNDDLDKQNEAMETQIFIPQDAQGIILAFLPGRDVVKSRSVCKFWRDCVEEPSFVDRHLNNACRFHQSIACFTSLDH
GLVHMYTFDPATMNFRSVELVFSSRFNMSGPCNGLVCAYDIKGDAEVLNPTTRKHFRLPDSVLKVQSLYSEYFVGFVPST
KEYKVVSIRHHVRFLTFEICTIGALSWRTWRTIHESAELLKATKAVIVNDGMYWLLLNEASSHLCREILTLNLTDERFSK
IPIPDAVKNHNLELFEGEGKLRLLSTHSDGSNNIVSDIWVADLTRQDWIHLQTIIPRMPVGISPIFQLKTKIFFGNQKRL
LCVDLQDGTVSYINMPSGETLISCGMFVESFAPAVTGSSSASRGRSSGLTGWSTADLEQSFKRTKRTTNMQWKISKHRAS
*                                                                               
>Sbic_04g007055                                                                 
VDSSACFCRVDRSSATAAAAAAARRIPVSKACVQPSLRASIHPLKPRPAAGADRSSRGGQCPLLPGLPDDLAIACLIRVP
RADHWKLRLVCRRWCRLLAGNYFYGLRRRLGLAEQWLYAVKRDGGRDGHGGRVSWDVLDPSRGAWRALPPVPREYAEADG
FGCAVLGGCHLYLLGGTDP                                                             
>Sbic_04g007310                                                                 
MADLIPGLPEDMARECLLRVGFQHLPTARRVSRGWKAELESPSHHRSRRRHALLALAQARPPLAGSGPARKYAASGAGYS
FRLVLHDPAAAAGDGGSWAPLPAPAHAPLARLPLFCQLAAVGEGGPAAKLLVLGGWDPETWAPTASVHVYDFLSGAWRRG
ADMPPPRRSFFACAAVGGKVFVAGGHDEEKNALRSAAAYDVEADAWTPLPDMARERDEPRGVCVGGRFVVVGGYPTVAQG
RFAGSVEAFDPATSSWGPVQERVIEDGACPRTCWAAPDAAAAGSRMYMYMLRDGCVVARDAEGGGRWRTLACLPEDARGA



TTVAAIGDGRVVVLGAEQTVYVLSHNQATPSWTRVAAPLEFAGHVQAACCVQI*                          
>Sbic_04g007355                                                                 
MPEYQVAPTPAPPRPSKRSRHFQEARAPVVPPPFLPNEVILEQILTRVPAADTIRFRAVCREWRAALTSDHFVRAHQAVV
RAAAQPPSPEIVFFAPTAAGSTTTSFYSSRLLLTTSSAQQNGGSSSSARELVTVRDMPADDLVISGTKPCRGLTLLFQPS
VSAYHVCNLSTGEHVSLPPCPWARRVIADGPYVLSSTGLGFDRAANEHKVVRLFEDWNKQPHCEVYGLRSGGWWRPCAGD
VPPHAPRGLCSRPPVFVDGYFYWHMNTEMNFYGWEARSLATPEPILSLAVDTEQFRWVHPPEERARYAFHLADLDGFLCR
PRGGSTTTTTTTATSPWTLRCRISLASVVPRPMGDALRAGFRVLPLGSSSPGGEILLATSRHEVYAYDPESNRARRAFSA
HEFVDTLTRESELLLNIAVHEEWATPVCRRPGDDGDDVGKLKMKPGNRTVARQGGRGPTDRRRDDVIAMAVRMFCLHQ  
>Sbic_04g009700                                                                 
MLAMGSEEWELYPSSYIGSQVIEYRPVSEDSDDDQNGDVAVSLDAVLPDDLLEKVLSFLPVASIIRSGSVCKRWHEIVHA
QRHAWSKMVPQKPWYFMFTCSEDAVSGFAYDPSLRKWYGFDFPCIEKSNWSTSSSAGLVCLMDSENRRRILVCNPITKDW
KRLLDAPGGKTADYSALAFSVDRSSHHYTVAVARSNQVPSEYYQWEFTIHLYESVSGSWVTPFTGVLLGWRGGDECVICD
GILYYLVYSTGVLVNNNEHRHCLVMYDLTARPNHTSLMSMAIPVPCALTCGRLMNLSGKLVLVGGIGKQDRPGIIKGIGI
WELHNKEWCEVARMPHKFFQGFGEFDDVFASCGADDLIYIQSYGSPALLTFEINHKSWKWSVKSPVSKRFPLQLFTGFSF
EPRLDIAL*                                                                       
>Sbic_04g011220                                                                 
MEEMRDMAQSTLAVASAAVISLVLGDDNLLGEILLRLGFATDLVRAAAVCRRWLRAASDPVFLRRFRDLHPPRLHGFYID
SYPNPTLKRRFYAEFVPMQPQPPELAAVLRRGRFSLDTYDSQSTRVLDCRNGRVIVSLFCGGDFKRGVHSPLHPARDLVI
FPQLPKKDVPDSDSYSSKIRIFYEILSKESVDGLSYFAVSLDYCVNEEKATTCVYRLQDNAWRMQTSATTQISGLQGSSL
KQLSIFLAEDKIYMGITMHNILVLDLTSSTFSTIKFPDKMSFDGQIILSRANGAGIYLSHVKDLQLCIWLHMDCNGSIGD
WLLVDTISLHDLCANLKISNSSTTEDGDDPDNGDDLDAYVHMVGGNAEYVFLEMDRYILYLDVRSRALHKVHTVTEKNTL
ISFIHPFMMTWPPVFPALQE*                                                           
>Sbic_04g011770                                                                 
MEIERPPQPPPVAAAVAAAAAISTVLGDDDLLREILVRLGLPTSLLRAALVCRRWLRHASDPAFLRRFRDLHPPRLLGAY
LSTSAGPAPRLRFLPIRPVPELAAAARRAGSFFDAFKGSSAAVYDSRGGCLLVTTFDDRHDSTHQVCRPLSPGGDTTVVP
PPPPPPPIQLNNDEECLIYHYGEFLRDDGDGRSYFCVVMGFSELQTTVYLYELHDINWVVKASAAAQLALLPPKSRVMLF
DSANFYMLSTTNRILVCDFPSSSISVMELPNGVENKPGGCIMLSRGGRSGIFLIYVKEFQLHIFHHRMGANDPGNWSLVD
SVSLRQVCSNLDMASWQFMDGPSVGVKLCAVGDNAEFVLLEIFGTIVFLDIISRQAEKVYELTPEDKELVSVRPLMLIWP
PVFPQLKDAYYEQKE*                                                                
>Sbic_04g018950                                                                 
MDDIAWMLARGSDFFLMDRNMLSFTKSAFTNLPHPPAATAAPLSGAVTASAPDGVDRISSLPGGILRDIVSRLPVKDAAR
TTVLSTRWRRVWHTTPLVLVDAHLLSSASIGTGRSRLGADPRDLFGTSRSLADAVSTVLAAHPGPFRCVYLTGTPMETHP
DELALWLQHLAAKGVQELIFLSRTTKLDSAVHLPATLFRCTSLTKLYIGFWWFPPTPGLPPTVAFPYLRELGLFSLVMTE
QDLAFVLNRCPVLEKLLMTGCRWPVCLRVRSHSLRLVELCQCIAPEITVVNAPRLERLLLWEAWGDGGFTNMSSTIKIGH
APKLRFLGFLVPGMHKLEIGNTAIKAETKASPNTTVPSVQMLAVQVKLGTRIEARMLPSFLRCFPNVETLYIQSENDDFK
FWGPQATGTGKLNLKFWKEAGPIQCVQRHIKKVVLREFRGTRSELDFLKFIAEHARVLEKMVIVLTHGHSPSGPVGTNLR
TRMASANWANACCELMIFQTPFPQEGTAWCYLSAFNLSSTDPFDVSKCVDGTCQGH*                       
>Sbic_04g022842                                                                 
MAEDAVAAKRRRRCTGGGGDMVALPEHVLQEILSRVGTVKDLFMFAATCRRWLSCFTDRTFLRELLCPGQGQGQSQSLLG
FFLQDARQGATMATTRTEAARQLASACSFLPAPGSPLAPGPTARALTSSLVADGDGAFDYAVPLAARRGIVLMQCVPRRR
DTHLLLGVCNPVTGERHLLAPLRRNPTRVCGYAIITAADADADAAGRFTFSQLLVAIVQPSDWVVHLHSYSAATRSWSAP
TVCVVNCRCFSLRGQRSAVVHQGAAHWLYHTSGLYDDGGQRALPASRDDGSLFMLSVQLGGGAAAAGGIGFAFTRIPVRV
GGISTLLCVTGDGNLAVVCGYMSHVAVSTCREQRQAGGGGGGQAWERTAFKIPAAVPYPDTAPMWQPKEKWFDLTRGSML
VLYRSSAVFIVDLHSKTMEKVMDCFLPLFADQMKRTAVPYEMDLVDFFMLKLG                           
>Sbic_04g023200                                                                 
MGAVEQEVEDVYAATAVARHCYGSKGKKQERAMAMEAEEDRGGLEGELIPGLPDDVAMECLARVPSRSHRRMRRVCRGWR
GTVGSAEFRRRRRAAGASEDIVFLVQTAPARGDGKGSTPECALVAANLTTGEWRRVEGHDEGWGPVPLFAQCAAAGDGRH
VAIVGGWDPDTLRPTRDVRLLDVPAGTWRRGPRTPDSRSFFGCAGGDGNVYIAGGHDECKNALRSAFAYSVAGAGAADAA
WRALPDMSEERDEPQLVVVATPGRRVLLAASGYPTEAQGAFRSTAECYHDAGGDAWTSEGDVIPDGGDTAGKTCLASVRG
TVWAVGAGKDGVREWDGAARAWRDVADGPPGMKACVKAVGVGNGEAVFVFGTVADAAADGVKYSAAVMEASGGAWMRVPV
PSEFGGFVYSAAAVSI*                                                               
>Sbic_04g023750                                                                 
MGSILSAANTTAKSMDHHETSGTYPNKRVKVSTYEYGSNPRIIPTLPDEISLQILARLPRIHYLNLKMVSQAWKAAIIGS
ELSQLRKELGVSEEWLYVLTKVEANKLHWYALDPVFQKWQRLPPMPSFVNEEESNRTASSGFRMWNVVGSSIKIADFVRG
LFWRRNSLDQMPFCGCSVGVADGYLYVIGGFSKAVALNCVWRYDPFLNLWQEVSPMITGRAFCKATFLNGKLYVVGGVSR
GRNGLLPLRSAEAFDPKTGLWSELPEMPFAKAQVLPTAFLVDVLKPIATGMAPYNGKLYVPQSLYSWPFFFDIGGEIYDP
DLNAWSTMPDGLGDGWPARQAGTKLGIVIDDKLYTLEPSGSLDSGQIKRYNSEEDTWVTILPQVPVNDFTDAEAPYLLAG
LHGRLHVITKAANNTLQVMQAVVQNNSDNAVSGENVVWTTVASRNFGTAELVSCQVLDV*                    
>Sbic_04g024040                                                                 
MKCRSDSSGGGDDPRPPPPAATGVGGSPSGEPSKKQRTEEPPPGSSVAGECSSSSTQAPLAPLLPQEARVGDPAPPPPPG
PESGGGEQVMRVPDLGEDLVFEVLMRAEARTLAAAACVSRGWRVLARDERLWEAACVRDWAYTGSSEQMLRTVVLSLGGF
RRLHEMYIRPVQQRAAGAPPPGQQQRRQLPVRMGRDQVQVSLSLLSTSFFLNMPNAPPPPPPKDKDKDRDKNGGGQCG* 



>Sbic_04g025085                                                                 
MSPPKPCTRGLNGRGVVAAVAASNAGDLPLDALYEILLRLPAKALCRLRTVCRFWRSLLSDPQFAAARGREPPLFIAGFH
SNASEAEGRHDVPAGSVANIMDLSGHVVKQVRMDGHRVQSMPLNLACVRSIADGTCWLLDPATYNTTDAAAMRYYVRDGE
DPIFCDNGIHLFGQVASTGEYKALRKVTRSHLGEYGFLYEVCTLLGGAGGRPRWRAVEGPPDTFCQTRATGVAIGGVVYL
LIAAVYFAVRSKNPAAVQRDWVYSFDLETEKWLPNIKGPPQQAGFFFIDDPAVPPNGVRFSLANLNGSLVVVHGPSPETN
MDLWFLMDSEKSLWVKKYSIRLTMERLPGYFQPLVVLDDGRIVVVSTCSTTGLQSLEIHDPRTKSFLAVAEMGRCCACSV
YTGNLLSLGWWQPTDNE                                                               
>Sbic_04g026045                                                                 
MGTNKRTKTEALVSTWAELPDEIMMEVLLRLPVKSTLRFRAVCRAWAATLSSDEFHTLHMARAEAAAGAASAQPRLLVVA
PTSAACEATAVYSCSPPEPGASLLLTLGDLRGDFVDGIAAPCRGLVLLYDAVAPAYYVVNAATRAVTRLPPGRDVVSSSA
GLGYDARTNKHKVTRLLRIGKDVTCEVYTLGGVHGDRWMLAAGRVPSSLCTTAQCVILDAESRNLPPVFSNGSLHWLLID
GRFSPKDKAVGAITFSVTDETFGWVQAPPCGTLLGVQLVELDGCLCMVRDLRRGSLDHDVCNSAVEIWKLQDYTSGIWSP
DTRVDLSHAGVNLLTPKAIRVLGATGDGRSPVKKIVMATSNHTVHAYDTMSKNVETILSVAHDTEISYPSNRTAIRICLF
NKETFAPVHKTQEEISFSSPVAKATREILLRLPPRSIVQFKRVCSQWRRLIEDTGFTHSYFAHKSLENRAKIMIVGKGTG
TGRRKFFRFAPLENWRSDAADKDAWAWLDSKVVCSKPCHGLNLIITAGMDYLYNPCTGYCTTNAYPGSLPCPPWETPTPI
GGGILQDHAFAIGNKNVGLGFNPFKQEHVSVIMLYQHKDFKSRQYHLTCSMWHCRTGFFQEGLVPLLPVNNMPPAYVDGM
LFWMSDPMLGPISEYAILCFDIATNEFDVASCPPEINTTNWSIHGTCNLFVAELRGKLCVVLADLKRDELVIWELENGEW
DEIYTVRLEASPDYSLRSNVVVPLAVDPMDGSILLSTGRKMGFYDPVKETVGELYDADEILGTYKMTGAYCQGAPLQEQA
MPLVPMLYEG                                                                      
>Sbic_04g030550                                                                 
MSLKSIVRELKEMRDGIGSMSRRGGSGSDGRAGHGRSGSRHSWPSLWAEQQQPQRQGQEGPQHQHQHQGRWANLPPELLL
DVIQRVESSEATWPARRQVVACAAVCRSWREVTKEVVKTLEECGRITFPISLKQPGPRDLPVQCFVRRERATSTYLLYLG
LSPSMNMENDKLLLAARKVRRATRTSFVISLVSDDFSHSSSTYVGKLKPNFLGTKFTIFDSQPPPDAVVLPNNKPSKRQS
KQVSPRLPLGNYNVATVTYELTVLRNRGPRRMQCTMHSIPAECIQEGGKAPTPTGTIQSLDEPVSTSPSTKGKEVALEFS
STSLSADLSGLALACANETPLVLKNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLVASVDPSLNIPAAEQEKVILQFGKI
GKDIFTMDYRYPLSAFQAFAICLTSFDTKPACE*                                              
>Sbic_04g031540                                                                 
MDGLPRELCLKIFHLLDHQSLASAPQVCRKWSALTSDGELWRKLFNDRWGADAAAFYAPEGDKSWKDVFVVQDRCDRYGL
GVRIIREGKDYYLIYQGEIQRYLGSRQDTDTDGDCGKDAPRQDAGDEHRQISNRILFFLGDLEKACADAKRVKA*     
>Sbic_04g032860                                                                 
MPEPGLGDLGQRQLLKGWPDLWLVGDNKPGGLRARSMAAAPPSPPLEPDQTLALPDALLLRVLACLPEPHLTGAASLVCR
RWTRLAGRLRRRLAVRDWAFVAHRLPYRFPDLADLDLFPASIAAPTAAAPHASPLLTCGAVSLTLDASADPPLGACRFVD
DDALDRGLAAVAASFPNLRRLSATAASSESGGLMAIAGGCPTLQELELHRCTDLALRPVSAFAHLQILRIVAAAPALYGP
AEGGGVTDIGLTILAHGCKRLVKLELQGCEGSYDGIAAVGRCCAMLEELTIVDHRMDGGWLAALAFCGNLKTLRLQSCRR
IDDDPGPAEHLGACLTLESLQLHRCQLRDRSALHALFLVCEGAREIQVQNCWGLEDDMFALAGLCRRVKFLLLEGCSLLT
TRGLESVITSWSDLQSLEVVTCNKIKDEEITPALSELFSNLKELKWRPDNKSLLAASLVGTGMGKKGRVFFKRILPAHQR
IKGKVRNYSAGVAA*                                                                 
>Sbic_04g036810                                                                 
MGSAAGTCEIARLPEDLLSAALALTTPRDACRAAAVSRAFRDAAGSYAVWTRFVPRDLPPVADGELAGPAPPSKKERFLR
LSDCRCPVLLADGLRIQPVPKNPLLAYGLKSMWLDRGSGAKCYMLLERGLHISWGCTPCYWHWMNLPDSRFEVAELMSVC
WFEIRGKIHSKMLSRDTAYAAYIVFKIPFGSYGLDYPPQKASIDTVAGKKIIRKVCLKSYEGRHVNRQVTVPLAPEYNKS
YRLGHGRNPVLPKERTDGWMELEMGVFYNKEGDDGEVSEYTRIHMLLHFEFCSHPRLSRKIRILRSSHSMGSAAGTCEIV
RLPEDLLSAALALTTPRDACRAAAVSRAFRDAAGSDALWARFVPRDLPPIANGVLSGPASPSKKERFLRISDRHCPVLLA
DGLRIRPATKNPLLAYGFESMWLDRGSGSKCYMLLARGLHISWGDACYWRWMDLPDSRFEVAHLRNVCWFEIRGKIHSKM
LSRDTAYAAYIVFKTLVESSGLDYPPQKASIDTVAGKKKIRKVCLQSYEGRHVNRQVTVPLTPEYNKSYRLGHGRNPVLP
QERTDGWMELEMGVFYNKEGGDGEVRFSLLQTSRTSKRGLIVQGIEIRPKKLG*                          
>Sbic_04g037010                                                                 
MAPPLPPGLMDDLIGEILLRLPPSDPACLVRASLVSKRWRSLVLDRAFLRQYRVFHRTAPVLGFFHDQQCGYADDIFVHR
FVATTTMQAPPSLPQPAASAGPSGSAAKGKQYSCRTLDCRHGRVLFHTVTVLWPSSTLTVWDPVTGDHKSFPPPSDIDPY
YEFTGAVLCASAAASDGGGGGHLECSGGGPFLVVIAGVDHGEDYDEDGVAWARVYSSETAAWGEATTLDVESFVDPAQPS
LLVEGAVYFMVEFGRRILKYDCPAPPHHGHGDPDIIFAAARDGELGAATVEGYKLYLWTWDAGVGEWARGRAIELDIMIP
ISMGDPSTEFDLAGFAQGAGLIFISANDDHHNIFTVELKSGQITKTGKTRHYGKMFPLINFYTPDLLGTS*         
>Sbic_05g001915                                                                 
DDLLSEILLRLPPLPSSLPLASLVCSRWRRLVTDPSFIRRFRAHHWRPLGVFFGGGEDLSFSFISDPRYPTTPPERFSVR
VLRNVFERYTWELHGCRHGRVVLAHRGRTGHVVCQFLVWNPLTGEAHFLDISQFLDPVRNQNGSYMKGAVIGASGDKGPF
KFILAWNELHHNIAHVCVYSSETGVWGDVVSTAVKPLSSVGYGNVLVDNTLYWILFGHQVHILQVDLGSQNVAVIEGPPV
EEDHWGIFLCTLAKNGGLSLIVMSANLKAQLWLWETSPDSDGVDRWMHGGTIELDKLLSLRSGEYQQVLWLAGDDNVMFV
STNRGLFMVDLESMQFQKI                                                             
>Sbic_05g001930                                                                 
MDLDDPLSEILLRLPPLPSSLPRASLVCTRWRRLVTDPSFLRRFRAHHWKPLGVFFGGDRDLSFSFFLGPRDSAPSERFS
WMLQGTIELDMLLSLRSGVGAVHVRTTKASSPRRILWKRQRPLLQLLLAPAGLRPARALLPARAARVPRRRGRGWGRPC*
>Sbic_05g002260                                                                 



MAAESCHPRGLSWFARSCIPADPARHTAVPVPIPVPVSVPDAEDPDPEAEPPIAALPDELLLEILARVPRASLPSLPAVC
RRFASLLASQAFLHLRRARGRLRPCLLAVSSSSSSSSARALLLHLHHASASSSSLDVAALPLPLPLLLPPHARAVAVGRH
VYLVGRGATLRVDPLTGAARACAPTLFPRSKFAAAAVGARIYVADGSARTAAMEEYDPSADAWRVVAEAPRRRYGCAGAG
AGGVFYVAGGVAVGAGGGGGGGTAAVVEAHACAGSVDALHVASGAWAWARPRAVPGGGCVVGACGAGDGHLYVVASHAVD
LSFWRWHGGGGRGGGGWVALEAPPVPRGAVGLGVAVRVAMAGVGADRVAAVVNVAAVRGHAAAAAASGGAVEGLVLVYDI
GGGRWSRASDLPPGFRRAACTAVEC*                                                      
>Sbic_05g002880                                                                 
MENLLPEDVLTNIIHRLAPRYLAISHCVCKTWCTIIDAHNLLRVDLLPRSVCGIFINFNELSMSEFFSRPSKGPTVSGNF
DYLPLSSRIIGHCNGLLLFHKYVVNPATRQSAPLPPCSSPNIVVEHFFHREYLVFDPTLSPHYKVFMIPEVRRPNVRYTM
LNSDDKLDPAIEELEWPPSPCILRVFSSRTKVWEERSFVREGEAAGNVADMWLDHPYVPDTSVYWRGVLYVYCQNKFVMR
ISLSNGKYQVIKPPLDCKGMAYTNLYLGKSVKGVYCAVRHLASHFSINILDESSGKMEWVFKDSCSIQPCEIIDGPGPWT
LQDINNQEQGFEYEDGNNEAVVEDRFEWDSDNDNVIETNSRGKYNSGGYINFLVDTKRRGRYNSGGYIDFLGFHPYKEVI
FLSDTLRRGLAYHLNSSKIQDLGNLRPTNYGTEVGIQPFIQESFPYTPWMGWFPEDN*                      
>Sbic_05g003145                                                                 
PAGTLFVDPSISSAPGVMPPVRRARQADPSGSPYNDGWLSYRRRRRPRLVGGNVRGESDDDVSGGAPPSATTLPDDVLFG
IFSRVSCLADAARCAATCRRWGRVVAARAAPISRALPPPPGGGFLPQLFIGVLLQHQEKNDDVLRRRRRASAGGGATQLR
FVPTAAFASRSRLLGDEGQGVAPFDDARPVASRNGRVVLQFGRKERADGLTLCVWNPMTGDVAMVPTLSGKEFPGDDDYA
CAILTGDDHLCCSPGSFRLLLAYGRRGFTALRSFSSDTGSWGPECKKPGAKLSGHLLRHQLGPAVVLHGVAYWPMHRAAL
GVRLGSTAAEAAMDVCSVPYRYSFELDEHVLGVSADGRRLNFVDIGIMGHLGKPIVNLSTSWLEDAVAVGGDKTTTTTTT
TNSGDPSDDEQIPMPQIKVARTTPIKPWWFGEKSGTLVFTVEEETSRTSAVFALNVATRSLEKLADGVSNHTCCRRLFGY
EMDRAALLASVAPQ*                                                                 
>Sbic_05g003360                                                                 
MPPRRVGAAAARGEDHIGALPDDLLLHVLSFLPAHDAVRTCVLSRRWRPVWKSLRVLRFTKHQSWGSATKFNRFANSVLF
FRNRAPLEELTFETYMYDAINPLVDKDQKNERVKYAQKWIMYALTHNVQVLRVLVNSRLSRPQLRPVPLLRLSEPLISKH
LMTLELKSVVLTSNSMDFSSCPALKNLKIRHSKIWVHKISSQSLSRLSVKNCEFSGDICTQILAPNLSSLLLDVRSGRLP
YFPSAVLLVKAHIRLDQYCRDRCWHSNFEHCAHDTCVDCYGNNDRSAKCVLLRGLSNAKNLELAVQFSVYIQNRAAAIFK
RDMKLCPIFSNLKTLVLNGWAVACELDALICFLQHAPILEKITLQLNGLNYDVEMRESCSSNEKIALPEHLKLVEVRCQK
IAENVHRFVDVLNAYGITSDIINIVEMDV*                                                  
>Sbic_05g003900                                                                 
MSFRSIVRDVRDGFGSLSRRGFEVRFLSPRRGKSHGAVHELHDPVPVVQSSCWASLPPELLRDVIERLETSEDTWPSRKH
VVACAAVCRTWREMCREIVKSPEVSGKITFPVSLKQPGPRDGTIQCFIKRDKSTQVYSLYLSFSSAVPAEDGKFLLSAKR
NCRPTYTEYTISINSGDISRSTSNNTYIGKLRSNFLGTKFVIYDTQPPYNATSPTVAGKTNQRFYSKKGGSTKGSCSRYS
IGQVSYELNVLGTRGPRRMNCVMHSIPASCLEAGGSVPCQPDSIVAHSVGEMFSSIPLSKSSTMDHSMHFSSSRFSDAIT
ADAIVSGGQALSNADDEESTDTPLVLRNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLVAAVMTQPAVGAPTPSQAAPLP
LPAPAPGPPLPDQEKVLLQFGKVGKDIFTMDYCYPLSAFQAFAICLSSFDTKLACE*                       
>Sbic_05g004240                                                                 
MASGADRISDLPEGVLHHILSLLPAQDAVRTCVLAQSWRNRWRSAPALRFACSTGMAGGADAFFSLVNTLLHVRRRGPPL
DSCDFDLDLDLSDDRRLEPHGNSWISRVLQLKVQELRFRAPADPFANPRLAFKLDHVHLSSQRLTSLELSGVKGNAVVLD
FSDCLAMERLKMERCSVSSTEMQSPSLKHLSIKNCIFYSNCRTVLSFPSLVSFEFVANFGRAPMLETMPYMETAIVRFDR
HHADRCKNGRLDDCGDAACPGCFNYYGPHDSGSVFLHGLAEATYLNLSAYPDMYVFNRDLKWCPAFNKLKTLVLRKWFLS
TDLSALIWFLHHTPLLEKLTLEIPKPRKTLMKTEGSYNPLGIAPSHLQNVEIISKDVDGVMIFCVLISTPCRSEKYQAVD
DPSSLVKQADKKTTIKVYYSSVCFSLQWVTKPLIPLS*                                          
>Sbic_05g005350                                                                 
MEASGSRGRSGSAVPKRRRGVGAATGSGSTAQSLNDDILRSVFSRLDDHFDLARCSAVCGTWNRIIETAHLMKDLYYKRN
PSVRGSSSNISVKSYFEMLAMDEHASSFSRGPAEAFQWIGHPIRATLCRMKSGSILTGVGDKILRLWSAESCKFMNEYNV
PNSKTLVDFDFDENKIVGLTSSQICIWRRNEPRSIFQSGGASFNHGLCMSYADPEVVIGCEDGRAFVYDMYSRSCSSIYR
LHSSPVTCLALTDDQLIVGGSTFGSVAIADQTSGQKLGVLKSAYAPLAIRSLSFCTNSHMIFAGSSAGYAHCWDLRTLRP
LWENRVSPNVIYSTRHLPGDTATLAVGGIDGVLRIICQKTGETIRCLVVDADRPAEAASRSRPQIEKKPVRRIDPDAQVD
SIPRRLRPQITSLSVGMKKIVTTHGENYIRVWKFRPKSS*                                        
>Sbic_05g006110                                                                 
MPPWKAPKNASAATAAVGGRDHISNLPDRVLQYVLSFLPAQDVVRTCVLAKNWRHMWESTTVLRFVCGGTKEPESMGDIQ
EFVDHLLCLRIRGGAMPLHTCEFRLLQDDEDDMRSTILWIRIALQCKVRVLQLICAGNCRDILSLDVDGHPFFISQYLKK
LELQGLDTLPNRLLDFSCCPNLEDLEVDHCYLGDLLLISSQSVKRLNIECCSFGEEWRLPICAPNLVSLWLGVHNGRTPS
LQRFPSLLTAFIKIYCYDLVALDSDDESNQSILLQGLSEVQNLVLISLDTCMFIFRRDLKFCSSFSKLKYLLLDEYWCEP
ADFSALACLLKLSPV*                                                                
>Sbic_05g006120                                                                 
MLPQKAPKIASAAAAAPVEGRDHISNLPDAVLQHILSFLPAQDVVRTCVLAKNWRHMWESTTVLRFLCGRMKEPESTVEI
QEFVDHLLRLRIRGGMPVDTCEFRLLEFDEDEMRSTILWIRIALQCKVRVLQLICAGNCGDIPFLDGHPFFISQYLKKLE
LYRIDLSMDRDSRFLDFSCCPVLEDLEIVQSYLAYALLISSQSLKRLNIQSCSFGEEWRLPICAPNLVSLWLEVCDGNTP
SLQMFPSLLTAFVKIIHSYDLVTLDSDDESNQSIILQGLSEVQNLMLISPETDMVSLHT*                    
>Sbic_05g006310                                                                 
MGAQQMAPGSADRLSALPDEILQHILSFLPAQEAVRTCVLAQSWRQVWKLVRRLHITGTTTPTYVGQVHGFVDRLLQARL



SRIERSPLDMCEIKFDMFDDDDEAFIHRWIGHVLQCNVQWLSLNIFDNEADEMPWFPLPEPLFSPYLTRLDLYGIEFSAS
FAHFSSCPALQELKIEKCDLSEVLEMDSPSLRRLSIDDCNSCPNWRFRIFAPRLVWLWLDIPSAERTPQLESMPDLLVAY
VKLDWCLDECICEGDRMDCCHVNQAAYSYAYSDIDHGDEEDSDSYASDPAEVDYGYSSTEDDDNDHDEEGFSDDDNSSEI
TRKCVVLGGLSEATDLTLISGHEMFVFRRDLRCCPTFSKLRTLLINDYWCEPPDCRALACILEHSPVLERLTIVLSGKGP
KYKVEMKGYLNAVRRPAMMISEHLRIVEVKCDADNDTFHNVLRFLDSLNICKLTGTCSFAFYIFAFHLLFVS*       
>Sbic_05g006380                                                                 
MAPLTRLQKKALAAAPPPPEIHPADRISRLPEDIQAQILSFLPAQEAVRTCVLARTWRHVWKSTRRLLIITNEYVKEVRE
FVDRLLRVRLDGLEVASLDACVIRLDVQDDEEYCLESEDMSSINRWIRRVLQCQIQMLRIDIDTGCTWEGYLEMSDIYAP
PRLAPLDQARARWRMHLEINECELTAVRKIMSFSLKHLVITSCDSDRWDERRIQICVPSLISLRLACSPFSDSVRTPLLE
RMPELVGAEYILRRDLRWCPTFSKLKTLVLTQVYWREPADCSVLECMLEHAPLLEKATLISKKEPWWDGKYKVEFKGHPD
AKVKSTKISQHLQIVEIICEDVNGIFANVLNFLGTLNICKITINSGFTLQLYVSFILGIWWKHNTLSW*           
>Sbic_05g006390                                                                 
MPKRSRENCGALAVAGNDDRLGSLPDDALLHVLSLLPSEDAARTCVLARRWRHLWRFTAALRIARDDDKRWSVRWLHRFV
TNLLRLRDSLSPLDVCDIFCRPFVWYRGGHAAQALCFKVAEEWVRRVVSEYRARVLKHLTRVELGEVELGSRILDLSDCL
ALEHLELISCRIQGERMLFPSVKHLRITNSSFCIIPRSSISENWGFTPVLESMPSLAKAFVQFDDECCDKCPIEIIMGIV
VLKTVMDAMGISIMRMTKTMSVSFLGFVCRKDFKWSPIFRKLKTLLLNEFSLLIYFLQRSPILEKITLQLSKMPEPFVKA
NGCHSPREGSMVSKCLKAIEVKYQDDGVLDKVLTILNTYGVSSQVVSIQKKVSLSSEKFSFEQKD*              
>Sbic_05g006420                                                                 
MAEGPAPKKPTSTAGAAASDAFAALPDEILQHVLSFLPAQPAVRTCVLARRWRRLWEGAAGLRITAANAPEPVCKPDDLV
SSAELREFVDHLLLLRGGAPLDSCEFMFDVRDDADVPHVNLWIRHVIRCQVRRLELSITREEDPTGLHFYVDNLPLVSRH
LRRLELNDTGLNDSFLDLSGCPGFEDLYISNGGFVHAKRISSKSVKHLTVIDSSFNKPVRTVIDVPSVVSLQLEDPWDRT
PVLGSMPLLAVAFVRLGTDSIMSLDWCYKSESGDCNDEHCQGCYGLEGDSLNGSNANGAKKNKSVLLNGLSEAKSLVLID
ESHKFIFKRDLKCCPMFRMLKTLLLNEYWCVPPDFRELACLLEYSPVLEKLTLQIFFKGPEHKFEIIASYSQMEGSAAIS
KNLKIVEVKFEVADEGVLKVYNFLQTLNIDFNFDEEEESLVEDVSTTS*                               
>Sbic_05g006490                                                                 
MPPGREDRRLHPNAAVNGGADLLSSLPEGILQHVLYFLPPHEAVRTSVLSRFWRDLWKSMTALRISDYGRWSSAADFNTF
VNSLLLSRDRSPLREFEFCTYFHPQMQTDEYKDSDEVVRYVDMWIHHAFMCDVRVLKVIGMSLPRPMVLAHVPLIAKHLE
TLQLWSVLLDGCSMDFSRCERLEDLMMDDCRISAHRMVSKSLRRLRVCYCHFSHDTRTRISVPSLVSLRLDGNRGMTPFL
ETMPQLDRGLVRLGPTTALKDLDGSQTCVLLESLSNATDLELVTESRVTIFKQDLKWCPAFNKLKTLILSDWVLGRDIHA
LKVILQHAPILEKLILQLSDDHNYEIEMEESCSLVQKFLPSEHLKVFEVRCRKDDEMVGKLEKMLKACDLRFRMRKVDFA
VNGSVHSLLSTQKVAAWVWTKDIVC*                                                      
>Sbic_05g006950                                                                 
MMRSPRGVGGGCYRGAGGQDQHVDLIPGIPDDVAVDCLARVPHASHRAMRGVCRGWRSAASTPAFASARAQADANEDLVY
LMQFGNPSAAADDAEPKGDDGPANTPAYGVAVYNVTTGEWRRDRGAPPVVPVFAQCAAVGTRLAVLGGWDPRTFEPVADV
HVLDAATGRWRRGAPMRSARSFFACAEAGGKIYVAGGHDKHKNALKTAEAYDPRADAWDPLPDMSEERDECDGMATVAGD
RFLAVSGYRTARQGGFERDAEWFDPAARAWRRLERVRAPPSAAHVVVKGRVWCIEGNAVMEWMGTRRGWREVGPYPPGLK
AGTARAVCVGGGEKVVVTGALDGEGGGGRHALWVFDVKTKSWTVVRPPSEFAGFVFSVASVRI*                
>Sbic_05g006960                                                                 
MRSPRGVGSGCYRGAGGQDQHVDLIPGIPDDVAVDCLARVPHASHRAMRRVCRGWRSAASTPAFASARAQADANEDIVYL
MQFGNPSAAADDAEPKGDDGPANTPAYGVAVYNVTTGEWRRDRGAPPVVPVFAQCAAVGTRLAVLGGWDPRTFEPVADVH
VLDAATGRWRRGAPMRSARSFFACAEAGGKIYVAGGHDKHKNALKTAEAYDPRADAWDPLPDMSEERDECDGMATVAGDR
FLAVSGYRTARQGGFERDAEWFDPAARAWRRLERVRAPPSAAHVVVKGRVWCIEGNAVMEWMGTRRGWREVGPYPPGLKA
GTARAVCVGGGEKVVVTGALDGEEGGGRHAVWVFDVKSKSWTVVRPPPEFAGFVFSVAAVRI*                 
>Sbic_05g007320                                                                 
MAAAHQPPETPKTLVTLPDDLALEILGRVPCKDDRASMSLVCKAWRAMVARLSARPPPPLPWLLLPSRFRSHPTFRAACV
LSGSCCVHPHHNHLSILPLLLPGARFVGSYDGTWIFLHYGGPTRAHGLLNLRTRQSVAIPSSFLRSDGLILNGMFILAAT
LSSSPNDPSCIGAAIVVAWRDPDPYAAAMVAAAPPSPRYRRFLAFWRMGWAVACEMALGGAASHHPGVYDVEDVVHHGGA
FNVLVNYGDHILVCTQAEPVHQGTWGWMKSELLCFRPDDDERIYGQFVRARHIVASRGELLKVMRWKPRRGQPTSSMFKV
FRATKRPQMPDDADFPVAEFPWAWSELDTLDGRILFVGYGCSRSYDADQYPDIEAGIYFLDDGKFYDEGVFFRDHFIRPY
PCSDNGKYSEGCVQRCFPKTDKSDHSPPAWLLP*                                              
>Sbic_05g007340                                                                 
MAPPELMDDLIGEILLRLPPEDPGCLVRASLVCKPWRRLLSDPSFPRRYREFHGVPPLLGFLHYVKKCGDFLSPFFPSFF
PIKEASPILNPPPEPKSYILDCRHGRVLLFNYSNKDLIVWDPITNSRQDLGWPPKLEHYFCFRAAVLCALDGCDHLSCRG
GPFLVVLVAIDFPNEIGGDGASARTYSSETGAWSTGVSSLHVGFPMNGHKMIGSSLLARGALYFMLDKGRSILKYDLAGC
GMSVMSAPPFTGPVGNMVLVKAEGGGLGACGVEGHNLHLWAWRSTGGPNGGIPEWERSRVMDIQLDIADLSTQLDVVDFA
EGAGSMFVLANKDVFAVDLKSGRARKIGKRGRFKVIFPFMSFYSLMPTDLFPQS*                         
>Sbic_05g008723                                                                 
MTLPDDLLISIFLFLPPQPSYLLRSSLVCKHWHSLIVDNRFLHRVQALHGLPLLGVFTNSTRIPRFLPAGDPPNRVAAAS
FSLPDLYWNVLGCRHGHVLLVDSTWHQVFVWNPINGRKRLIQAPSDVDPRFNYGNVPESNVFKTAGRVWTPGDRPVWVFT
STRYAYATRYSSESGRWDMMESSPIPSDLDFRPSILRHKTEDGGLGLAALAKFNLRLWAWETDAEGVTGWVLRRVIELDL
FLPLDVSSLPSPDNGSCGRPPVRILGLVEDTDLVFLWTITGVFAVHLKSMKFKKVFEADVSATVYPYKGFRIA       
>Sbic_05g020470                                                                 



MAPMTRRSSGRAFAELATDVLFDVFLLLSAKELCRLRVVCRSWRSLTCDPHFIRAHAARHQRDDPLLVATFFVSGPSQGH
TMLIDLIDLSGKTVKRVTSAMNPGQVLCPRLGLVFVANNSDNTCRVLDPAAAAAGAGARFSLPLLPAPSHRGRGSRRRLG
KAATSFAFGKVAATGEHKVLRIFHRLKNDDEHHHRRHLFEVLTLGGRARWRDMPNPDMFVCPNSSAVVDGVVYFLRNNAV
YTGRAAAAALPPGAGIVVPPADCVASFDLEREEWRKRLQGPISMGLGYDDDDGSDDSDDELEPDHLRLCQFQFALAELKG
CLALVNYYCMCRTTDIWILSDFERGVWVKEYSILATSNNVPAYLRRPEPLFVLDDGRLVVRQHGYGLAIYDPRTDAWAWV
VLRPLRLGPVRIYAGSILGLQDIYRDTLQ*                                                  
>Sbic_05g021030                                                                 
MFDGAVAVKRMRLWEEDEVEVEEEGMEVDAEAGWPQWGAPAAAAAAGLGEPRAAAIVVADASEVDFPVIYVNAAFEAATG
YRAHEVLGRNCRFLQFRDPRAQRRHPLVDPMVVSEIRRCLNEGIEFQGELLNFRKDGAPLYNRLRLIPMHGDDGYVTHVI
GIQLFSDANIDLSSVSYPVYKQQSNRLSIQDLNSASHEHAPKIQSSDHCAIFQLSDEVLAHNILSRLSPRDVASIGSVCT
RMHELTKNNHLRKMVCQNAWGRDVTVRLEMSTKMVGWGRLARELTTLEAASWRKFTVGGRVEPSRCNFSACAVGNRLVLF
GGEGVNMQPMDDTFVLNLEAARPEWRRVKVSASPPGRWGHTLSWLNGSWLVVFGGCGQQGLLNDVFVLDLDAQQPTWREV
ASEAPPLPRSWHSSCTLDGSKLVVSGGCTESGVLLSDTFLLDLTKEKPAWREIPTSWSPPSRLGHTMSVYGTTKLFMFGG
LAKSGSLRLRSSDAYSIDVSEDSPQWRQLATTGFPNVGPPPRLDHVAVSLPCGRIIIFGGSIAGLHSPAQLFLIDPAEEK
PTWRILNVPGQPPKFAWGHSTCVVGGTRVLVLGGHTGEEWILNELHELCLASRPDEDDD*                    
>Sbic_05g021330                                                                 
MFDGMNKKAAAASGVDRISDLPDALLQHVLSLLPADQAVQTSVLARRWRHLWKGMPALRLVGPKTRFATAQDFDRFVNRL
IAVRGHLPLVSCEVEAYAYLTWDDYGREPEEPEPHLYFDSWIHCPVLEELKMKECGLWVRSMSFPLLKRLFLTECNFPVD
RRVSISAPGIVSLRLLECGGKTPLLENMPLLETASIDLSRYECKDKCGGCTDESCEGCHGYPVGSYRSILLNVLSNAINL
ELKDQPEVYIYKRDLECCPVFGRLKTLLLDMWCRHVDMHALVRILQHTPILEKLTIQLRSDKNFLCAGRGERKHVRIVQS
FCCAQLKEVSIECEEKLRVKDKVRQIVKILNRNGIHKEQITFKKLPRPEVYRLVAVSPRAFDDNWSGGE*          
>Sbic_05g021720                                                                 
MPPRKRGKVDGAASPDAGGDRISALPDDALHHLLSFLPAEDAVRTCVLARRWRHLWKSATGLRIWFGYGNELQSVKKFRE
FVIHLLLLRKRHSSLHTCELRLRNSASLCTHWLRKDRLGLNLWIRHILDCEVRTLRLKIRDPYFCLHLPLVSQHLTTLAF
VGLGWTDDLCDFSNCPNLEHLEFDGSTFHGVQQISSKSLKYLSFSNNCDFDFYMESDTLICTPSLVSLRLDKHSGSPPIL
DSMPSLKEAFLRDPFMGCDDQDCYTCIHDKAHFFRDLEWCPTFNNLRTLLLNEWCVDPDFYVLNCILKHSPVLEKLTLHL
FTKAPQHKLEMIGRYNQMERSATISKHLKEIRVQCEVVNNKVYKVLKFLGTFGIRK*                       
>Sbic_05g022250                                                                 
MPGAFHSLLPLKRKRKSKRGRRRSHPKENDPNSFHLRSSSSASSRDIGCLVEPLGNLFLSATPRGNLRDAGLGALRPLPD
DLLLDVLGFLPARDLAALSAASKALYVVASHDPLWRALVLDELGGAFDFAGSWRATYIAAASRGGQAYLIPPRALKIKGF
YSDYLFQSWLCANMEMRHEWLARDNIERRRGMSVEQFIAEVEEPNRPVLLEGCIDTWPALQKWSRDYLLEISAGKDFAVG
PVSMPLDRYFRYADNVQEERPLYLFDAKFAEKVPEMGRDYEVPEYFREDLFSVLGKERPDYRWVIIGPAGSGSSFHVDPN
STSAWNAIVKGAKKWVMFPPEVVPPGVHPSADGAEVTSPVSIMEWFMNFYGACKTWEKRPIECVCRAGEVVFVPNGWWHL
VINLEESIAITQNYVSRRNLLNVLDFLKKPNASELVSGTTDRVNLHDKFRGAIEAAHPGMIKQLELEAQQKAAARKKKAS
FWDSAADAKSGGFKFSF*                                                              
>Sbic_05g023210                                                                 
MDSGTGSSADHIRDASLPGCARNGSKASRSLVAVAQTRRSTKCVRGSEAPRLDEAPGPQHRPWADLPPDILGVVAGRLAL
LEDRARLRSVCRGWRAAARIHRRLPPCPPLLVLSDFSFFSFRSEGTLMGACRRVPLPGRETAGSGNVRCVGSFEGCLVGV
KNNKSRYFGDLRCFLMNAFSQVVIRLPSPSCRSGAARSADTLRTSLPIIINGSGVVNCAINAAPCVMSFSKVILSSSPDS
GSKCVVAALSNIKSAAKLALWRSGMKSWCVCDGAWTADLIDIVFCQGKLFMLSFSKVTTDLLALEIADDNSGLMVSRVAF
CAIERPEVSDGCWKNIWGIVEWRGKLLIVQICHGNDEFGESFVEVKVFEADLSRNPVRLTEIESLDGDCIFMSPSSSKSF
RCHYGGGGGEGDLIYIFLGPSRLVYNMKDGTMAPFAADIPEDKLREADGKPMNPVWLFPSE*                  
>Sbic_05g023800                                                                 
MDVEEAERARASGDGVGGGGGGCSAAGPDRLSSLPDCLLHTIMSFMKARQVVQTCVLSKRWRHLWRSVSCFDIEFAEFKM
VPVSDNNSGSSGDDNSGSGGDDNSGSGGDDNSGSSGDDNTDSDGDSVESTDSDLVSSDSDNSDVPDSDGNSSESDLDDSD
SDITTSSDEGSSESDSSIFGANSYDDNKVKYKEWEDFEDFTVNLMRQCNIAQLDSFRLHVAGSRAPQFGNRQAAGWLRRA
LKYCTPDRSGQHRGVSSGSWHLKSLHLCHVFLDNGFMKRVNSVCRSLEDLELDDCSCQIESVTSQTLKTMVLKNCRWRNL
SVIASSTMKTLVIDGGSNTDDCGMVILAPAVSYLNLAVKAGQFCGGVSINEVPSLAKASIHIKGHGQFYGFIRSKLDGDQ
FKLLCSISNVTSCQASGQGSPILEKLTLRHCKFPKYSSKKKGTPILNKTSSSELCGLDLLCENLKVEIIYKDGYGPHLVR
LLQRVSVNLLENNIKLTRVN*                                                           
>Sbic_05g025750                                                                 
MAVKKLRKRDGNRRGRGRRVQSSLPEDIILEVLVRLPVKALCRFRCVSKSWRALISDPAFAAAQRSRTGPLVVGVFRSRP
EWHELRLLDRDGCVLRVFDVRGTALLAPTRLDLIFVNKRMPQLGAMIIDPASGRGFTIVGTNDPPSLHPAWCDVQWPASF
SDYSFGRAVPSGDYKVLRLNLTSSSWYGDTLSCKVATFTDGGEEPTWRPRQSSPFRTSFSCKHKATVNGVLYLKAHDTYA
TSYHRNRIAAFDLESEEWKAEMIKGSLGLKEKKRHIVYLTELKGTLCMVHNVCNLPCLGGHFANLWFLMDPNRSIWDKVH
TIQMPENMLFTKPLDVMGDGTILLLLNAFSKRNSERYHASVYSSVVQL*                               
>Sbic_05g025760                                                                 
MEAKRTNRDGGVSLPEDVVFEVLARLPAKTLCRFRCVCKGWCALIGNPAFVAAQRSRAGPHVVGVLHKAFPPQMLVMDMD
GNVVRASEMTTMCTRTPLPTQPDLICVDEEQLSPQAGAAMVIDPAAGRAYTVFSKSDPPTPWGFTCSTSFGRATPSGAFK
FIRLQEPCWHDDDGGHVVCKVATITDGGGTGPPTWRRRSAPPFVTGSGRDQKVVLNGCLYCISCKLKFGGDVHGGDDTAP
SPCWNRIAAFDLESEEWKAEVINGPTLMRHHKEEELWCIALVEIKGTLAVVDAHVDNQDVTIWLLVDPEKSVWVKECRIQ
VPGNLILTTKLLGDVLGDKRLLLLVQRIEEETRQNKTGSHVVDSLLFYNPSTKAFTDLLRCRSDLLDIYWSFYTGSLLSC



S*                                                                              
>Sbic_05g026160                                                                 
METAAAAALPDDLLAGVLGRLPARSLAASRGTCKAWRDLIDERQLLVRFRRLLPHTVRGLFINYQDYYRPHFLSRPTPTS
SPEAAADGGHRRIDANFDFIEREDPYSWYEVADHCNGLVLFTEGHGEVLHVCNPITRWSARPPPCPAGTYDLYYSAGNYG
RRAFLVFDPLVSPEYYKVVLTPAEPGREQMEKDGACRRTEWPPSAWASWHEFSSATGRWEEKVLLREGEAAAGTAGDLLL
YKHRWGFHVDPPCRYAAYWKGALYVHWHGEFVTRVSLVDDKYRVIKSPLQLAECKNDGVRSFLGRSEKGVYMAAITQECL
PILRVWTLSESSGGHMEWVPKHQSNLKINAHFWCVQNNNFDELKYWNLDLDPEYSMFGLDNGRKNQDVSLEQNVSWNSDD
DNIVDISDDKHEIHPYVNFLGFHPYKEVIFLSRDSYAAVAFHLNSPKIQYLGTVHLAGTYNRGIRESFVYTPCLIGDY* 
>Sbic_06g002090                                                                 
MAFRLQARPGFRDRSIQGLAHRGGRDPQELEALFGRVLSYIHHALPTPPVSVDGDLCILFDADGGGVDRLSRLPDKLLCD
IVSRLPIKEAARTAVLSRRWSPIWRAAPLVLVDTHLLPAGDDEIPIDLDHAHSDAVAAAVSRILVAHPGPFRCVRITCCY
MEEDRARVERWLKLLASKGVQELFLINRPFPLTIDKHLPATFFSMTTLTRLYLGFWRFPDTTTLPRSAAFPCLRELGLCG
TVMDSHDMDFVLARSPVLEILNIEGHLLPPLRLRIISRSLRCVQINGSRVDSITVVDAQRLERILLGYGRNEDSCFKIKI
THAPALRMFGKIELAKDELQVGNTIIKAGTMVNPSVMLSAVTILDLHVRFGVRNDSKMLPTILRCFPNIETLHIHSKKTT
ESTGRLSNKFWKESGAIKCVMSSINMLQVHDFRGERSELAFLKFFIESAQMLNVLVVVYANGFFSSRGEANSKVKALFAG
RKATQSCKVVVCESRFSEGGSRWDFEQGSDFSFDDPFGIIGCSSFGVSQWFV*                           
>Sbic_06g002100                                                                 
MEPQEVERSTYVLLKVLYMCLPDTPVYAGAALSARLPDDAEDRISALPFSLLRNIVSRLPAKDAARTTALSRRWRPVWRC
TPLAFADAHLLPGVLGGHRRPAPADTPTLADTFSRAIAAHPGPFRAVHLVCGYYADAARQRQLARWVQTFVAKGVQELIL
VNRPMPLHVPLPAALLGVATLTRLYLGLWKFPDTSALRQCQSDAGVVFPHLRELVLCWVMVESRDMDFLLAGSPVLETFG
IMGIREKAMRLRHAGQHLRCTQILMSTVDSVTVVDALSLERLILWEAMPCNSSCIRVKIGKVPKLQVLGYLSPGSHMLEI
RNTVINAGIKATPSTMVPGIRILGLNMRFGDRNDSKMLPTFLRCFPNVERLHIVSKKNDEIAGKINLKFWQEAGPIESIR
SSIKMMTFREFRMERSEVAFLKFFFQSAHVLKNAVIVGSNGSFTSIPEVIDKVKTLIPQDGPSNSCHVLVYESSDPAGGP
VLSLQKGFDFSVSDPLNYQ*                                                            
>Sbic_06g014420                                                                 
MTYFPEEVVEHIFSFLPSHSDRNTVSLVCKVWYEVERLSRRAVFVGNCYAVRPERVVLRFPNVKALTVKGKPHFADFNLV
PPDWGGYAGPWIEAAARSCVGLEELRMKRMVVSDENLELLARSFPRFKVLVLISCEGFSTDGLAAVASHCKLLRELDLQE
NDVEDRGPRWLSFFPDSCTSLVSLNFACIKGEVNSGALERLVARSPNLRSLRLNRSVSVDTLSKILARTPNLEDLGTGNL
TDEFQAESYARLTSALEKCKMLRSLSGFWDASPICVPYIYPLCHQLTGLNLSYTPTLDYSDLTKMVSRCVKLQRLWVLDC
ISDKGLQVVASSCKDLQELRVFPSDFYVAGASAVTEEGLVAISSGCPKLSSLLYFCHQMTNEALITVAKNCPNFIRFRLC
ILEPKKPDAMTGQPLDEGFGAIVRECKGLRRLSMSGLLTDRVFMYIGKYAKYLEMLSIAFAGDSDKGMMDVMNGCKNLRK
LEIRDSPFGDVALLGNVAKYETMRSLWMSSCDVTLKGCQVLASKMPMLNVEIMNELDGSSEMENHTDLSKVDKLYVYRTT
AGARDDAPNFVKIL*                                                                 
>Sbic_06g015350                                                                 
MAPPLRCDAGGKDFISNLPFELLSAIISRLDTAEAARTAVLSPRWRDAWRGTPLRLDDLELPVAPRPSIARAASASGAPW
AARADTVSLALASHPGPVARFRLARTTLRARVPAAEAWFHDLAAGDRRAREVSLVCPPEWCHRALADPLLTSATLETLAL
GECRFSDAGAAAASRLTDLTLSRTHISEAALQSLLSGCPALRNVMFRHIQGPRRIRITSCRSLVLFGVWQYKHLEELTVE
DAPRLECLLGDVHLGASVTIIGAPKLTALGYLVVGFRGFLHGIDKPAVEEKVNKGLRAPFNSVKILAISMTFSSKKNMET
LMNLLKCFPLLETLHIQGKPGERQVDTIDFGYYQKNEPIGCIVNHLKTVRLESKVKDLIIEVERNMFEFVCFLLANAQVL
QIMKIQSAMSDTPAWTTEQQNLIQCHRASVEAKVVFEGLKVVHHKGFSIEAVNALPDPFDSDIDIMGY*           
>Sbic_06g015900                                                                 
MAASSSNRHHRPHLVDQGLPPVQQLLLLPTGVEDETRDWAELPLDALLSVLRRLDAVDVLMGPGHVCRPWRRVTQEEPDL
WRNIDMRHHGKLANGVDLQPAARAAVRRSSGRCEAFWAQSFGVDRDQFFFFLADAAPQLKSLRLISCESISKQGLNLPIR
KFHMLEELELSLHSGVVTTSSFFSLAETCNAAAEACPLLKRFRLNKYCFHWRSGIGDSEATEIGKMRGLQFLQLFGNSLG
NDGLTTILRGCVRLESLDVRHCFNVEINDQVRAECARLQTLRLPDDSVDDYDLSFGSPERGIPDFYRNVGDPDDDPDPTG
NPGSWWYFR*                                                                      
>Sbic_06g016930                                                                 
MASSDISVDIRPDINSFDHFLSMRYIATDRPWLKLYGIRVQPVPPFSSLSYKPDPALIHHCLPDELMLEIFTRMSPYTLG
RAACVCRKWKYTARNPTLWRAACLKTWQRSGLEANYMMVRSLYDSSWRRMWLQRPRIRIDGLYVSRNTYIHTGVTEWQFK
KTVNVVCYYRYLRFFPSGKFLYKISPDKVKDAVKCMHFRASKADCVFKGDYILSEDGQIEMALLYPGHRYTLVRMRLRLR
GTTVGANNRLDVLKILTTGVNATELQNWKGSILELVDGWEEDETHDPDVPAVSHSRGLSPFVFVPFEEADTSVLNLPVEK
MDYYVPG*                                                                        
>Sbic_06g017410                                                                 
MELEAIGKRPRASSGGSSSSLASDRLSSLPDCLIHHIMSFLKARQVVQTCVLSTRWRHLWRSVPCLDIDQEEFKTAGPNR
DEEKEWHDFADFTDHLLIPNNISIAHLDTFQLQLSVSKYPYDKDKQAARWIRHGIKYSGQDPGIQCMKLNSASWRLKRLH
LSNLYLDDSFMNHISSGCQYLEDLELKSCNCSFHEITSHTMKNLILKGCQCYALSVITSPMLNSLIINGGWFAFISLRVI
APAVAYLLLDVSAYSFRGCVSFDEMSSLAEASIFLRNCVRSELSKDQFKLLCSLSNVTNLVLSGFQTMVIGEEFPEFQNL
RTLLLEKCDLSDNFQMLGHFLQHSPNLEKLTLDHCKFSKDPKRKKGNVKSNKAYLNQFDVRCKNLKLTKIIYNDDDAQKL
LNLLFSISSDLPKNNIKFTKVGPGHP*                                                     
>Sbic_06g017415                                                                 
LRGYQHDDPTNPMEEAPCKRSRTNDDAGTGIMAGGGGDDRLSALPDCLLHEIMSRMKARQVVQTCVLSARWRHLWRSVPC
FDADEGEFEFTVAEARAAPTFPDLLEMRWEKFEDFMDILLSPGNVSIAHLDKFRLGFTGCDSESKRGYRWIRRGIKYDGD



AAQGPGIQRQGFSSTTRSWRLRKLHLDKMCLDALFSEHVGSGCPNLEDLELTECKLEFEAITSGSLKSLVLKKCCMIDGF
REITSPMLSSLVIDGGSYTGDCLVVTTAPAAASVFLNVDVSGLFVGGFSLRGMTTSLAKASVRLRSRKIVDALKILGSVS
DVMTNLELSQVMVLGECSATFPQLNNLRTLQLNRCDLSDGFQMLGLLLRNSPNLERLTLRWCKYSNDLKNKRRSSKSKPY
PNLVDARCKFKLCCESVGVILQATLGGLASDFRVSQLGDRVFRFVVSTRAVGFYVRDLQSFECKLYKVSFHLWGNGGPNW
KREFSLFSREEESSWEHVIPTTKTRTTFAEIVKGPPLSGANSIPLGRRSLFSRLRWPELEKTRAPPLPASKAKVRATAQS
SNSNSNLNSARNTIFCPRCLSPDHQRHRCNQPIRCRACMKTGHVAAFCMAVPARPRRQDPSPPDLVLNKDHWAQGFKVAA
TGKGQFNKGKALEVDITAWFRPAIGPNCSSTSQPGSLQDVLRSWNPGWAPGNPPISVPWVLPDKQSEVALEAEEAHDPER
WTLCINQSVVYPPSSSVP                                                              
>Sbic_06g017430                                                                 
MAGAAVKRARAGGGSISDRLSALPDELLLRVLSFLPAQQVVRTTVLSKRWRDLWRSVPDINLSLSDFGRNSREDWTAVWE
RMEDFVNNLLMLHRAPCLDAFRLVMIVNGHDPRRHIDRWVCRAIKDNPLMLEISTGNSLVRASLSWYWKPEKFSPRSGAM
LLGSLFNVTSFEWKGFQATAVLDEVFDEVPIFHNLRNLSLNSCFINTTKSGVCQLKALGRFLHKSPNLEELTLKSFKQTY
AQYQALSHHDMLHCLRNSPNLEKLKIAGCKLSDDSMGGKGKAKSKKTYSRNLACFQCLKLEYAEISGCEKDASVPELVSF
LLVFAAPTITIKVSSL*                                                               
>Sbic_06g017515                                                                 
MDMDADGGAGIDALPGDIFVEVLRRLRAHSLARCRCVCTLWRAVVDGRGLLLPHALPPRAFPGFFTNVRAAKPWRPHPHP
GFLPPPASRAPNADRLAFLRPHLPCSGADAAVQDQCNGLVLCFQDYLVGRPVAGFVCNPTTERWARLPPPPTWWPRGHEG
LFLAFDPAVSLEYEVLLLPVPPTRRCISDAGLPADEAPRQGQVTLGMFMPEPLEGQQQQPGQEKALPLLVFSSAHGRWTR
RLLAPGRCAPPRLYDRVVRRRRRTAEGDPWLRTWRPSALYCRGSLYAHCEKRILVVLRCSEGTYDMVKLPADEAELEHVS
SGLLVDSIFASTDDGVLLRYASVDAFRVKVWALQESAAGGGGQQQLEWTLTHDKDLAAHARMLDLLRHAPSNRVPLATGE
GSGGGRGKSIGEDEPPLDVGAGALNRFSILGCHPSREVIFLVAGAFHVVAYHLGSGKVQYLGRIVSLGDGDRVEAAFPYR
PCTVDALPSYT                                                                     
>Sbic_06g017690                                                                 
MEGCSKTTAGAGVAGLPDDPVLEILSRVPAKSVCRFKCVSKAWRDLIADPNNRKRLRHAMQGLFVQTYADELDDEELGKD
DLGRIRFRFINLTAVRSVPLDIDPCFSFLTEMTGIKAFLLDSCNGLILFGQSQDPSLLLLLDGYIVCNPTTRQWSAVPAC
GSREAISHTYLAFDPVVSSHFHLVQLQIPDVQENVVSLHVYSSETGTWSHNQIDKQKEQGQLEGWHHQFTLDPLQHQCAF
VNGFLHLIVWGSNVHHILAVDVQGKARRMITVPGLADGRHEHNFVCYFGQSQGHLHCMILESADKKNVELSTWVLQDYDT
QEWVLKNTVNSLDVFGDMGGVLEFQVIYIHQDCNLVFIFDQLNYELVAYDMDRKEASVIATLEDDKTQSDFARYIPYFSE
SPALTNKY*                                                                       
>Sbic_06g018200                                                                 
MKRKNPKFWGSFSGGVGQGWKAKRARPDGGSRGGGAPVVRWSHAEAMKKRSSGGGDAVVGVAGGGGGPSRGILGPGKAPG
LGSLSCGSRGGFWTSWSEAAKEPRTSAGGGKRAQVWDWPEPEAKRAKPRGDGEGDAGGDEEVAAYEWRWTEAVSPEILAL
VLRGRVAADDVARGAAQVCRAWRQAAASPDMWGDVDIEAWCRRVNCRARADAAVRQLVARAQGTLRRLSAYRVGDAALTY
VAAS*                                                                           
>Sbic_06g020373                                                                 
METQLAAAPPHLSDDICAEILVRLPVKSVLRFRAVCKAWRDITTRPLFLAAHARRQPAKVVLYTYLSTRSAQHGYAVGIA
LDVLPVSGETAAGQRRRLIRYPRSVLLSSMDPLLLDSCNGVLLFRTDAAGIYFLCNPVTRQWAELPKLITDDDESYGLGR
RRTANVREYAFYFHQQSGEYRLLCGRVTSAGRAWCILSTGAAEPRHVDTHAADDDDDLEPDAPSEATPVALHDSMHWPPR
RPQDSSSSSTTTEMVAFDVHSEKFHLMAGPSTATRALMKLFVMHGLLVAANFGAKKHVDLWFLVDYGAAGRWERRHQVPM
PWQSIPHYSLSLWSTAAACDDQGNIMLGSHCGLLVYNARKKTARAVRSVATPRNNVLVSRHVFRESLVEHPNFK      
>Sbic_06g020660                                                                 
MALNCSSRSLLVTDDCAGMMLGCGCRSEEASPLSSCGVNSLWWDELELELEEEVESDPVDLLPTDPFGMNLETTFTAAIA
SCIGDLTVMSGAGHFGSSDDDDFYADLSYYLNQAFVLTPEPWSGAYTGVFEDSFVSGGLSGAGGMEQFSRLPPIASCSEP
IGVTEDPSSSCDTALPCCDMVDVAPVQEGNDAHEAMVFVLSYLGLRDILAVEMVCKSLRSAVRNEPFLWKCIHIDSHLGK
KVSDADLLCLTQKSPGSVQCLSLMGCLSITDQGLKAVLESNQQLTKLGIFGAFRITHQGLIDNLRSFNMVADIGLKKLRV
TNRVTASEAQYEELLSLMKIDKELALHKQEPRIFHADRLLPDLHGGYVPDSFVPDLHDEYALDIEKCPLCPNYKLVYDCP
SKECKTSGASTCRGCVVCISRCLRCGRCIDSEFQETFLLENLCRDCVKYEDSPPTEK*                      
>Sbic_06g021890                                                                 
MGHSPSSLSKSGTSSSPPRRSRSLSHMAPPPPPPQQQQLLRLTAPMQVAAAGDSSSSFAPPARDYTQDLPDEILAFVFAS
LSPTDRNACSLACSRWMEVDATTRHRLSLDARAALGNAAPALFARFTAVTKLALRCARGSGADSLSDYGAAAVADALPSE
RLSRLKLRGLRQLSDAGLASLAAAAPAIRKLSVASCTFGPKAFVAVLQSCPLLEDLSVKRLRGLPDTAGATNSIAEDIKF
PPALSLRSVCLKDLYSALCFVPLVASSPNLRSLKILRCSGAWDLPLEVITARAPGLVELHLEKLQVGDRGLAALSACPNL
EVLFLVKTPECTDSGIISVAEKCHKLRKLHVDGWRTNRIGDFGLMAVARGCPDLQELVLIGVNPTVLSLRMFGEHCRSLE
RLALCGCETVGDAEIICLAERWAALKKLCIKGCPVSDRGMVALNGGCPSLVKVKLKRCRGVSYECIENLKVTRGESFSIS
LDIVLEHEAGSASENGVQENGQAQVAELTDQMAGMDLPANAAGAQSSTHTINRMRSVMSAIRRRFGNPPPP*MGHSPSSL
SKSGTSSSPPRRSRSLSLDARAALGNAAPALFARFTAVTKLALRCARGSGADSLSDYGAAAVADALPSERLSRLKLRGLR
QLSDAGLASLAAAAPAIRKLSVASCTFGPKAFVAVLQSCPLLEDLSVKRLRGLPDTAGATNSIAEDIKFPPALSLRSVCL
KDLYSALCFVPLVASSPNLRSLKILRCSGAWDLPLEVITARAPGLVELHLEKLQVGDRGLAALSACPNLEVLFLVKTPEC
TDSGIISVAEKCHKLRKLHVDGWRTNRIGDFGLMAVARGCPDLQELVLIGVNPTVLSLRMFGEHCRSLERLALCGCETVG
DAEIICLAERWAALKKLCIKGCPVSDRGMVALNGGCPSLVKVKLKRCRGVSYECIENLKVTRGESFSISLDIVLEHEAGS
ASENGVQENGQAQVAELTDQMAGMDLPANAAGAQSSTHTINRMRSVMSAIRRRFGNPPPP*                   
>Sbic_06g025510                                                                 



MDVLLLILQRLELPQSLAFASVCKTWRAAAITASVPRSCTPWILSWAHLAQGERPSPVTCNLYHLLDGDKAYGVSFPRGC
FNACCGASHGWLILVNELSNLVLYNPFTTRIIPLPPITDFSCVEAVYRSGGSLEGYHLGTGGRVYGSDELGKIFYQKAVL
SCSPSKGGDYIVMIIHRDSDWLSFVKAGQRNWQVASSLGVSQKDKYADCAYHDGRFYTVTFDGLVEKWDIDGLNGPTREV
VVAARCHVGLILTRHLVPTPWGDLLQVRAIRSDGSPDGIRFQIRKVELNGCKRISYKDLMGHALLLGLNHSACLHTKDFP
GLQAQCVYFSVPWMVETSHWIRRSCAWGGVRIYNFECKKFERALPIRYSKSKRFIHVFPTEVWITPNL*           
>Sbic_06g026910                                                                 
MGDPQTIFEDRREIPTDIIPNILLRLPSKDFVRSSCVCKQWRNIVADPSVRKLHVGHRHAATASSETEVLLVTETRKLGW
SDEASVFNLSSAKALCQVAIPTGYRIAGVCNDLLCFVYDHELAPTIVCNPITGEMLRLPKAPPLPSGNPLLSHLFVLGFS
RPTKEYKMFQLSFPRRHEYPRDETNYIAVYTLGGGGGGGWRQYSYLSRFHPVTSPAPVHIDGNIFVPTADLADKRARAAR
MLVLDVRTEAPRLYRIPYNYDDYHEDWDQMLAGSFDLNGQMCLAVNVGFFNPVSRMKTQFWVMKPQGELDQGKDEQEDDD
KLHWDLRYSFYFDHFAINAPRAAWIDHTQTLCCRIGTFVYKYDTRGYSSSSNVVDSLLFDERVAVPCSPCPSVSSKWPQF
SRWSICGGYRPSLLSPLVFALPPSSQDEEGKKRSQLEQTLIRALEGGA*                               
>Sbic_06g028850                                                                 
MAFDCNKERGDSSPDNCSRICTEGTLVQANPLSHYWKPKGLKSLNKLENQKSSHGSVPRDDNPEQEAEASDEASASTCGI
RCFTDLPAALVCEVLARLDAKDLGIVSCVSTLLHALATDHQGWKKLYCERWGLPDLPDALNGPLLPGAPLDGKSWKTFFV
EREFRSKSFMGRFNVDILRGHNEDVRAVFLLVSANLIFTGGRDSVVRMWKMEEGLLIDTSRALGGTIRAIAADSRLLVSG
GTNAYIQCWRAVEGNDHLFHISGSGTDQNAEFRLWGHEGPVTSLALDSLRIYSGSWDMTVRVWDRAQMDCVQKFMHADWV
WSLALRGNTVASTAGRDAYVWDIRDGELTSLVSNAHVGNAYSLAWTHLADVLFTGGEDGAIRLFNVSDVSDDEEDIKPVA
TWVPHSGPVHSLAFEYPWLVSASSDGRIALIDLRKLLTPKRSSKGLRVKSFDASAIEPPQRMLHGVGCDLFSIAIGADRI
VCAGEDGSVRVWNFSEALEIERRAQALRSLRQENRMRRRKAQVEMNANGRRPDQCSIAMKKNQLKADKSATWHNKRAINE
KAKS*                                                                           
>Sbic_06g029120                                                                 
MDSTGKTTEPPQLSPQAASAAQISAVPGNDDILREILLRLDFPTCLVRAAAVSKRWLRHASDPAFLRRFRRLHPPRLLGF
YLDTSNSWLRFIPLPQPPELAAVIRRGNFDFGRGAGHVSDCHNGRLIVYIDDRPGKTTVCRPLHPGRGATVLPLPQIPSV
GHDGVDIFSHEFLFHDDGRDDMAISAAAVMRDLWQARVQLQDFQAGDWGQARNSDLIQLPGRWKRCEHSALLAHGKIYLI
CMSQYILGIDIQSLSMFSIKLPNGVEFEYDANIALSRAEGSGFCLVHVRRFQISAWRYTMDPSSTGNWELIDTVSLRQVF
GPNADPTWSSQGADVRVAAVGDNADFVFLRIQKKVFYLHISSRTVEKVYELAQHESLFGIYPFMMVWPPTFPTLNGGHDN
DE*                                                                             
>Sbic_06g029410                                                                 
MQPKHLWSLLFRILPKLLGLPASLLKKFRKEGLVELDIAMGTLPELPHDVLMNIFCTLEVPDLVRAGSVCSSWHAAYTCL
RDLGKYKQSQTPCLFYTSESAGDNVGFLYSLKENRSYKLTLPEPPIRSRFLIGSSNGWLITADERSELHLVNPLTGEQVA
LPSVMTIEHVKPIFDVSGAIHKYELSYDIWEVSLPPSLHDPSDLRECLYFKAFVFPDPSTGSYIVVLIHNPNLQISFARP
GDDKWTWVGQGHFYKDCIYMDGLLYALNYFGEIDAFDLTAFPVKMTVIMDEMTYPICESMYIIQAPWGDLLQVSRTVEVL
PNAPWYVPGSGNYRARTLKTKVCKVDLEAKQLMEINRLPCHILFLGHNNSLCLSAEGHPGLKSNHAYFTDDLKELTVEYK
NSTRDMGVMDLENSVKKDIVSQIWSNWPCPTWITPNLMKLNLAFSK*                                 
>Sbic_06g029473                                                                 
MEMEEQQFQTNVDVSVSNMERDLQRHLRRKGVDVPDPLTMGTALVLMYAYDAIPDPPVSPAAPLSSAFAARAPADGVDRI
SLLSDALLRNVVSRLPAKDAARTAALATRWRGLWRSVPLAVVDAHILPDWIPDDHAMPGGEDILSWAVAVVASRVLDAHP
GPFRCVHLSRCHMASHQADVERWLELLAAKGVQELVFFNRPWPIDHPLPRSLYGCTSVTRLHLGMCTVPSTAGLPRTARF
PHLRELVLDTVAIEEGDLHFLINRSPVLEVLTITTNQTGARVRLISRSLRCVQVTTSAEVHVTVVDAPRLERLLMWMISP
AVPGESCSRIKIGHAPNLCMLGHWQPGFELEIGNTILKSLNDVPSGNVDPKFWKEEAGCIDCVQRHVKRFVFQEFRGKRS
ELAFLKFIAERAQVLEKMVVTVASKCFSSADAVNAKLKPLISAIWA                                  
>Sbic_06g032115                                                                 
MAMLLRKVWGSVLARAAAPGADPPPGSPRARRAQAQRVEQYQYHGSLSLGALDAVPTDVLAQILRLLGPLDAARSSAVCR
AWRVLASDNGLWAFFLRLGPEPWDLVVFAETHLAAGPASHPWLYYDSSPQLSFKQIYGLRAVVPGTLIVDGGSGYCKYGW
SKYAAPSGRCATFLEFGNIEAPMYARLRHFFSTIYTRMQIKHSTQPVIVVLPLCHSDDTESARASRKQYKETLYSVLFDM
NVPAVCAVDQAVLSLYASKRISGIVVHIGFNTTSVVPIFQGRVMYEIGVETVGQGALKLTGFLKELMQRRNISCESLYTV
RTIKEKLCYVAADYEAELRKDTQASYAVDGEGWFTLSEERFKTPEILFQPHMGGMRAMGLHKAVALCMDHCYTSGTVGDD
SWYKTIVLAGGSSCLPGLPERLEKELHQLLPPYMSEGIRVLPPSFGTDSAWFGAKMISNVSTFTEAWCVKKKQFRQKTRR
NGPLFMNSW                                                                       
>Sbic_06g032150                                                                 
MDAVPPARAARPTSPSRPPKAIRSTKPRGLDEDTAAPPAFPKAKSPTSSGAGADASLHHHHHHADVPMDASVWAGLPDDL
LVEVLARVPPFFLFRLRPVCRRWEAILHDPAFLAAHAAVPSHGPCLLTVSRSGGGGGGHTPPQCTVLSVPLHARYKLPFA
FLPAWDLWLVGSSGGLVCFSGFDGAAFRTVVCNPLTQAWRVLPDMHCNQQRQLVLTVDKSRRSFKVIAASDVYGDKTLPT
EVYDSKENKWSVHQMMPAANLCSSKMAFCDSRLYLETLSPLGLMMYRVDAGRWEHIPAKFPRSLLDGYLVAGARTRLFLV
GRIGLYSTLQSMRIWELDHGRTVWVEISRMPPRYFRALLRLSAERFECFGQDNLICFTSWNQGKGLLYDVDKKAWSWIAG
CASQLCNSQVCFYEPRFDTSIY*                                                         
>Sbic_06g033350                                                                 
MEDQLPEDVLTDILRRLAPRGLAISRCVCKAWHTIIDAHRLLRVDFLPHSVGGIFINFHDLILSEFLSRPSTGPTVSGNF
NYLPRTSIIRDHCNGLLLLHGYMDYLATQQYYVLNPATQQWVQLPPLPIPHRGMNYLDNLYLAFDPTLSSHFEVFQIPYD
CLIRHCTELAPTIEGTEWPPSPCILHVFSTRTKQWGDRSFVREGEAAETLTNTRRDFPNFQHSAVYWLGVLYVLCQTNFV
MRISLSDAKYQIIKPPVDDMGQTHHSNLYMGRSQKGIYCAFVEHPGLVYILDESYGKMKWVAKHHIWFVPGPLSEHIDGP



WTLQDINYYNDPGSYGDENSEAIEEQKFEWDSDNDNVIDAKDRNILHVHGGTIFLGFHPYKEVVFLGHTLPEEWHTI*  
>Sbic_06g033820                                                                 
MSFRSMVRDIRESFGNISRRNFEVRIHHRGKSLGSSSDLQDKPAEIQQSRWASLPPELLRDVMKRLEEDDSSWPDRKDVV
CCASVCTTWRDMCKDIVRSPEHCAKLTFPISLKQPGPRDGVIQCFIKRDKSKLTYRLYLSLSSAVLDENGKFLLAAKRSR
RMAHTEYAIFMGSRNFSRSSTGYIGKLRSNFLGTKFIIYDTQPPYNAGKLCAQERAPSRRLSSRKVSPRVPTGSYPIAQV
NYKLNVLGTRGPRRMQSAMHSIPASALEPGGVVPGQSKELLPRLFDESFSSTATSFSKYSVVDSSMDLISCRFSELIGGA
LEESSDDFEKERPLVLRNKAPRWHEQLQCWSLNFRGGVTVASVKNFQLIFSVPHPAPVGVFFAPPRGVTPPTQTQPQASG
PF*                                                                             
>Sbic_07g000420                                                                 
MSFRSIVRDVSESFGSLSRRSFEVRISGLPGLSGHHRGKSVGSLSDRPVVVDQSRWVGLPPELLRDVMKRLEEGESNWPS
RKNVVACAAVCGTWREICKDIVLSPEFCGKLTFPVSLKQPGPRSGMIQCFIKRDKSTSTYYLYLCLSPAVLSEDGKFLLA
AKRNRRTTYTEYIISVDRKNISRSSNGYVGKMRSNFLGTKFVVYDTQTPHNAGSLLSCERGSRRISSRRVSPKVPTASYP
IARVNYELNLLGTRGPRRMNCTMHSIPASALDPEGMVPGQPKQLFIPGSSSFGESFRSANTSSSSRFSVTDRSLDFSSSR
FSEISGLAQQDEGSGQAKERPLALRNKEPRWHEQLQCWCLNFRGRVTVASVKNFQLIAAPQLDSESSQQAQQQAQPSNSS
SVLDHDKVILQFGKVAKDMFTMDYRYPLSAFQAFTICLTSFDSKLACE*MPQHLKNHGYNVHQPGPRSGMIQCFIKRDKS
TSTYYLYLCLSPAVLSEDGKFLLAAKRNRRTTYTEYIISVDRKNISRSSNGYVGKMRSNFLGTKFVVYDTQTPHNAGSLL
SCERGSRRISSRRVSPKVPTASYPIARVNYELNLLGTRGPRRMNCTMHSIPASALDPEGMVPGQPKQLFIPGSSSFGESF
RSANTSSSSRFSVTDRSLDFSSSRFSEISGLAQQDEGSGQAKERPLALRNKEPRWHEQLQCWCLNFRGRVTVASVKNFQL
IAAPQLDSESSQQAQQQAQPSNSSSVLDHDKVILQFGKVAKDMFTMDYRYPLSAFQAFTICLTSFDSKLACE*MPGPRSG
MIQCFIKRDKSTSTYYLYLCLSPAVLSEDGKFLLAAKRNRRTTYTEYIISVDRKNISRSSNGYVGKMRSNFLGTKFVVYD
TQTPHNAGSLLSCERGSRRISSRRVSPKVPTASYPIARVNYELNLLGTRGPRRMNCTMHSIPASALDPEGMVPGQPKQLF
IPGSSSFGESFRSANTSSSSRFSVTDRSLDFSSSRFSEISGLAQQDEGSGQAKERPLALRNKEPRWHEQLQCWCLNFRGR
VTVASVKNFQLIAAPQLDSESSQQAQQQAQPSNSSSVLDHDKVILQFGKVAKDMFTMDYRYPLSAFQAFTICLTSFDSKL
ACE*                                                                            
>Sbic_07g000565                                                                 
DGADLILSLPEDVLALISAHLRPRDLLALSAASRRLRRALSADKAWLAQCRRLLPSPAHLLAWRAAAAGDSLAVCRFLHS
AAPLLGLWAHQNPELGNLVAAVPGFLSVVAARAIPQELSPRLRWAPVFELLADDHGRPALLFLHGHHHAHLFPGLLASLQ
PHANVIFLEAHTARFARLSFGDRRRLLDSLVAACRITLPPDLVDAPLFACSDDDLPLLAKRREAMLRLHREAAGGMVRTP
EVQGLLLEAKKKAATTPSPTDGGRRIPLRRSLSAVAGYFRNGLRQMTPMPGREYAGLWGGTFGWPPGRPSDECKPKKALF
FLLLSYEEDSEGKLQLIATKVLEGTHYVVHPNGSSMFIARMGEQSTEPFPWQTDGESRNVDVERGFAGEGIANGYGFRYP
GSKPGSLFVLQDGLLAFVWKETGAVLTLQRLDLEELLKKGERVPALQPVPNFAYLTKSYSNVFTGFPGSSASPRSKHLNY
MPFSVVFKVQRFIHHRQWYTSSRQTSTQWWQSINEPQSDPMTIEPTRLLGRAHVFLGAELLVSHGICFSRFVIYSPVSSP
GQNKMSAVVHAINSQQGGRQMLDRHWRSWRDTLEGVLQSTPGNQSAGGIQSCIRDALRYNGCLTKYSIFVFWIYQGNLAD
GRGAGGEDPVGAVHSEENNAAFQLEDGTAASLEANKAVCHKALFDILISEKFAMLCDLLAATFHVNTPDDVIGLQIIDAK
MRNGDYAQNPALLDHDIKKIWKKIEHVGQQMAGLASSLSLISQASHQKQASGVSEIDVAEHRIEETSLVGVAHKALRELT
PPCDSGHSTIPNGPDGICKDCGRKADSGGRIICDRCEATYHVSCLKLAIDEEAPAKWYCPTCVGLDGPSKNDNNGRSHEG
CDVCEWLVFEKPEEPAEDVSQPELAVKTQESSVSSMDEDSEPDLSTTALANLCKHCGTCEDENKKFLVCGHPYCSYKFYH
VLCMKESQIASEKQKKQACWYCPSCLCRCCFKNKDDEEIVLCDGCDDAYHIYCTVPPLDSVPRGNWYCMSCNARRSARGM
QKYEESILQ                                                                       
>Sbic_07g001050                                                                 
MCKQIASQICRRTETPREISGRVVYFVSSSTRTMWIQSETQERQQATSARNGSVATVDEIKDSPCQGHGDGNSQDGQTFG
YSIPCLPEDILRHIHSLMPMDAAARAACVSRTFLSSWRCYPKLILSSETVKAHNTSLGRRIHRILRNHSGIGLKILELHL
SDLYDFFPYLDRWLHDAITPGIEELTLKLYKGFSFPCSVLSGGIRSSIRSLDLYSCVFCPTAELGPFRSLTSLCLYSVCI
TGDELGCLLSNSLALERLVLSDCKEIISLEIPSVMQKLSYMSVVCCSALQIIENKAPSLSSFHLIPGVRNLSLGEASQTM
KELSLFRANAICYGRAELPSIMPNLESLLLCSSHEVDIPMLPTKFVNLKHLYLQIISSALSPTCDYSSLVSFLDASPFLE
TWRLQAPLIDMGNELVGSSDLRQLPERQHHHLKIVEMITFKSTKSLVELTCCIVKSAVSLERLTFDTFRGDVRSPCCSGD
DSVVGYSKYRMEQASRAVEAIRMYIEDKVAPTTKLTVLEPCARCHATAFDD*MCKQIASQICRRTETPREISGRVVYFVS
SSTRTMWIQSETQERQQATSARNGSVATVDEIKDSPCQGHGDGNSQDGQTFGYSIPCLPEDILRHIHSLMPMDAAARAAC
VSRTFLSSWRCYPKLILSSETVKAHNTSLGRRIHRILRNHSGIGLKILELHLSDLYDFFPYLDRWLHDAITPGIEELTLK
LYKGFSFPCSVLSGGIRSSIRSLDLYSCVFCPTAELGPFRSLTSLCLYSVCITGDELGCLLSNSLALERLVLSDCKEIIS
LEIPSVMQKLSYMSVVCCSALQIIENKAPSLSSFHLIPGVRNLSLGEASQTMKELSLFRANAICYGRAELPSIMPNLESL
LLCSSHEVDIPMLPTKFVNLKHLYLQIISSALSPTCDYSSLVSFLDASPFLETWRLQFLGFVFRHL*             
>Sbic_07g001120                                                                 
MESTTPSSEEDLISQLPSDVLVSILEKLSLRAAVRAGVLSRRWRCLPAQLPRLVLDIAKFLPRNDPAAAAVEVENADPDG
EEDGDAAHGPAAVDDPNDDDDDDLYDAGDEMANAATALLASSWRPPLDAAAVHNTVAMRFYLRHNYMELGRLLDDAVASG
RVRKVSLTITTTYPMFEDDRDSESIHRTLVGYGRRFKALLDACPAIFGPHLTELTLEKMRHGGPDLLDGGILATCTRLEK
LTLENFGPERGWLWRVRHAWLKHIKVILCFPSAIQLLWLPRLESFTLRGWFWTTDKLVSLGHVPRLTTMTLTGDIVVDET
VRLSRILANSTALTDLRLNFSGSNIWVRPETSRRLTDAFSKLKNLKLKNVNRECGLAWTMFLLQSAPHLQELYIKLMEHN
CCGLAGRKNVPWEVDSSFKHYNLVRVTIARFYSTQETIVAFTRRLIQAAVNLEEICFCENAESLCSYCDLPDPDAGAKFP
RTDQERDSFTKRIITDDDGRSTTAVKIHIRS*                                                
>Sbic_07g002320                                                                 
MGAFLSSAATKEDQQWVHGEAPRPDSSKKMRLSTPLCSHGHPRLIPGLPDEISMQILARMPRMEYLKAKMVSWSWKAAVT



GAELYRLRKELGVAEEWLYILMKMADDQKLVWHAFDPVSNQWQRLPLMPGISHSRVYGLGLGDLVSAGISIFDIIRGWLG
QKELLGSIPFCGCAVGAVDGCLYVLGGFSRASTVKCVWRYDPAVNSWQEVSPMSTGRAFCKTSLLNNKLYVVGGVSKGKN
GLAPLKSAEVFDPATGVWAEVPDMLFSKSQALPMALADLLKPIATGVTSYRGKLYVPQSLYSWPFAVDVGGEIFDPERNS
WEQMPTGMGEGWPARQAGTKLSVVIDGNLYALEPATSSGSAKIKMYDAQEDTWKVAVSQVPVGAFAESDSPYLLVGFLGK
LHLIIKDVGSKINVMQTDSLEPLDSPALSAGTTCQVPDVSLEQADVWKAIASKSITAAELVSCQVLSI*           
>Sbic_07g002390                                                                 
MASAASASTSNTLPMRVTRTAAARGFSGLQLLQEQEAGVVMRWCDLPSDLFGHILPRLPSCRDRVHLSAVCRHWRACARR
HSPRLPVRVTRTARGTHVVHVRGFSRLHEQQFARGGFVESPAFAVAGLHWAIRIRSYYPAAGCSDGDGEHGHLGVFVMLL
TEGVVARAYVGLLRLDQTTGLSDTVIWDHHPTRFDAAASAYRCDMMGTGGIKGTGFVRGDCLKIECVLEVCSTAACRRRD
RRLK*                                                                           
>Sbic_07g002415                                                                 
QQLRMEDQGAAKIRRLDHHQCLSDALEFSPFQMGDLPEEIQHLVLSLQSPKEAARTSIVSRKWREVWTRYPNLCFDGTED
GPTDEDSVKIKGAKFIETVNSVIQKHTGTRLNKFSIRCYLEKNCSDHLDRWVYFATASKSAKIIDINLGPQRKDIGPTKE
VYHFPLQALDGLDGPFVQSLFLTNVSIKPRSDICGFKKLVKLHLHCAEIIGDLPELLLNCPILEDLELIACSGVAELNIP
HPLDKLRHLLICNMSLKMVDFQVTGLTHFGYQGFVIPILLHGCSNLEKVTITFFRMPLAEQVSNKGFVCAIAGIIPSISA
VKELHVCASMREYNPTWLWSLQVRGMTRPTCMLVKLRKLTCEITILTNGPNSHDGIFQIAQFLDFAPRLETLELHMCYSV
EIGGSCWCDESEVFPMRRLDHLKTVYMSGFRCYRPQIELLLGILENGDVLEHVTIEPMVKLDKNPDDKINIGIPEDSICA
WARLASQRFGKDIVVVKAPRRRICKWVGGWSIKAK*                                            
>Sbic_07g002760                                                                 
MEGETAAKRRKLEHHRGLSDADAPGLSSFHMEDLPEGIQPLILSLLSLKEAARTSIVSRKWRMIWTRHPNLCFDGTKKRP
NYEDCVKIERAKFIETVNSVVQQHSGIGLNKFSIRCSLPKNSSDHLDMWIRFAAAAKAKIIDINLWSKRYIGGPIKEQYL
FPLENLGAQDGPFIQALFLTDISIKPHLDMRGFTKLRRLLLDLVHITGDLPGLLSNCCSLEDLELIACSGVTDLNIPHRL
DKLRHLLISHMDIQMVDFHVTGLAHFEYKGGVIPIQLHGCSKLEKATITFKQDNKTLGHAFTAIPSISEVKVLNMHADME
AYHPVWVSQGHMVTTRPTYMFANLRHLTCEIKIFTRGPNEHSGLLQLAHYLSFAPQLETLQLHMLYEICRFSWEGEATGE
EAASCMRRLDRLKTVYMSGFRCYRPQVELLCGILAKSPALEHVTLQPKVMLACARVLNMCILEYEIWRWARSASERFGRA
ITVVRSDGCCREDEQVRPCSV*                                                          
>Sbic_07g003980                                                                 
MPPARRPRVSSRLPSTSSAAAADGRGGKGWLSTLRRDPAKRPRRADDEGTPLNDEVLLVIFAGVHNLADLVRCAATCRRW
RRLVSTEAAFLCRTPRLVPARFIGPLALGFFHHRVDAAPGFVAMASALRRFPGLLQDPPPSLGALDDNGLFDGSSRIVAA
RNGLLVVDIRHGKQNRALKLCVCNPMTGEVHVLPPLAGKDGLGHYSCTVLTAEDRDDKTTDPPPPPSYFRLVMVYTRRGF
TAFRSYSSDEGSWSEEAKVTGSRLGKKQMGLTHSGVVSRDGKLVYWMAKNVVLVLSLNKLQSMLGSMPRSGNGQIFDMKN
TLLGLSPKGRLCAVQFDPLPVPARMKADRISIRITNCTTDRRWFDEIESIQVGQSLPDDVISLKLKWFCWKSGIVFFTAV
AGDSGHQRREVYALSLNTRVVEKLACHDGVSDPWEGLHGYEIDQVAYLASLAEPDSLEDM*                   
>Sbic_07g004000                                                                 
MPPPRRAARRRFAAAAAESPRAVRGSRRLSVRHGEPFKLEGRCGGGGGDDDDDGLPLSDEALLLVFSSLSFTTADLVRCA
ATCRRWRRLVSADAAFVCPRATPRSDPCIRSLALGFFHSHTTDGGVSVTQPRFVPLSAAASRLQPSFAALLDGGGASRVV
ASRNGRLVLDLRRCANTTVTHAVRLGVCNPVTGGGGVGLDVLPQLRGKDSPTGPYACTVITAADERGGGDRRMMTRYSSY
RVLLLYNRRGFTALRCYSSDEGSWGPEAEVTGARIGRTQLAVGPHAAVVHRGVVFWPRLAVALRLDSLLQPAPAVSAAKT
PPRYTVAGFSPATTRQRHSSTMVTHRLLGVMPGGGLLRVEADMETIRAYWGGRKDGDGDIVDGGCLLGEALKWRWTKMQA
LMKVHTVRLRWLCEKSGLIIFTARNNSDSDTHVYTLDVETEEIRRVATAPGGESSLEEMCAYEMDRVTLLASLAR*    
>Sbic_07g005560                                                                 
MPSTSRRRRRNKPATPAPHPEAEEPARGTPSRGPTWVPRFPPPAAFARSLHLAPDAAAVEQARGPVPSPRPPPLAVFAHK
PDIAPRPSPPNPSPFEPEARAPMPPPPPPSSSSSSSSGRRRRRNRGRGRKKDEAQEETRDWAALPLDAISAILRKLDHIE
ILLGAGKVCRSWRHAARDEPSLWRRIDMLGHPDLDRRVNLYGMAQAAIRRAKGQCEAFWAEYAADDDVLHLLGDEAPALK
SLRLIACQDIVEFEEEIRKFPLLEELEISLFTNIDGKRVFEEVGKACPELKHFRFNKYRFHNFGDIEYSEDDDSEIKYNK
DDNALGIASMHGLRSLQLFGNDFTNEGLTAILDNCPHLEFLDIRHCFNIQMDDALRAKCAAIKTLKPPYDSTDDYNLQFE
GPIWSPSGLGIDFDTDSDGCDYILDSDDYDDYCDPMRYLDGVYESELGPEDRMFLKGMRMLMRDDDDDDY*         
>Sbic_07g005580                                                                 
MPSSSRRRHGRGRGRGRRSGSKKRNWADLPLDAISAVLRKLDHVEILMGAGQACRSWRRAARDDPSLWRRIDMCGHADLF
NQVDLHGMAQAAVRRAKGQCEAFWGEYAGDDAFLLFLGEQAPSLKSLRLISCYDVSNEGFAEAIKKLPLLEELELSLSKN
VFGQEVFETVGKSCPHLKRFRLSEHRFYSFEDVDYNKNGEALGIATMTELRSLQIFGNNLTNEGLTAILDNCCHLESLDI
RHCFNVEMDNTLRAKCAGIKTLRLPNDSTDDYEFIVSNPAWANDSQTQSEDDFDGDMGYDDYYDLDTELGSDDDIYDPSN
YIDGIDEDDEEARMILKGLWALMK*                                                       
>Sbic_07g005593                                                                 
PHPSPSSAPSEARDWAALHPDILLTVFLKLGPQEIMQGPELVCKTWRRVAVDEPLLWRRIDM                  
>Sbic_07g005600                                                                 
MPSRGLGGRARTRRARRRRQRESATTRDWAGGLGTDALLAIFHRLDHIDILISADKVCRSWRRAAREEPSLWRRITMRGH
EGIARRLNRGGMACEAVRRSAGHCEAFCGQYAGDDGFLVYLIEQAPCLKSLRLISCNLVSNEGLTVAVKELPLLEELELS
LCPNVGGFFVSNDGVCGYEVYRFVSEVCPQLKRFRLSNEDFNVTRDWNKNKDVGGIAGMHGLRSLQLFGNGMDNEGLQTV
LHCCPHLESLDIRHCFNVDMDETLLLKCARLKTLRLPDDPTDDYDLEVKTPIRMCAVIDDSPWSSDGYDSYRYQLRSPEY
LNDFDSDSGDDTDFFGEPSRYECDLDKYDMMLPMSMRTFLK*                                      
>Sbic_07g005730                                                                 



MPPKTTKRWVPVNRNAGASRGRDGGDPDADRLSALPDALLHHIMSFLKAWEVVRTCVLSRRWRHLWASMPCIDLRVGGDD
YDEVPEDFPDFVRHLFRHRDATAALDTLRLRSSNVDGAHNEDDARLWIRTAIKRGARVIHLVGHRKMDWLCGSCLAMLEH
ASFVSCHLKILKLSYALLDDNILRQLSCHCLSLEELDLKDCMITGHEISSASLKILTMFKCQINANLSIAALNLVLLRCI
SPITQAPSFQNMGSLVAGTIILDDYAFSDDFEDFSKDELDETTDEDDDNQKYKTGYGFRDPGFGLIYKDDYGYGSDIDSD
DNSYEYSDIAVDSGEYSFDGDGHSYSTDGNRHVHGENSGCNENKIKGGYNILQIFSNATSLELLADAGEVILTRELKRCP
SFSNLKTLSLGEWCIDADFDALVFLLQHSPNLEKLFVELKLNLNARKPLVSGVKPKGRSFSCKHLRKVKIKCSKDDVRVH
KLAHLFRANGIPYENIFVRRTESTYLRGEKIILLGTNWSS*                                       
>Sbic_07g005750                                                                 
MRRRSPPRRRRQRGAGEEQEEEEDAHPSPDRLSALPDALLHHVMSSLKAWEVVRTCVLARRWRHLWATAPCVDLRLRPGR
ADGDTAPEDFPRFVRRLFRRRDASAPVDTLRLRSSDVDGAFDEDDARSWIRTAVKRKARVVHLVGHRDGLAALEHTAFVS
RHLRILKLSYANLDDNLLRQLSSRCPSLEEMDLKDCLISGSEISSSSLKTLAMVNCNMFWGLTITAPNLVLLRCLKPIGQ
APSFNNLGSLVAGTIILDDYCFSGDFEDFSKDELDETTDDDSDDCKKWRRKIGAGYGFGLSQKRNRLGGYKDADDYGSDI
ESDDNTYEYSEIANDFDGSGCDDVGDSSRKDGNLQAYGETSRCGDSKISGGRNIIHSLSKATSLELLADAGEVILTRELK
SCPNFSNLKILSLGEWSMAADFDRLLLFLQCSPNLEKLFLELKLNFNVRKAMEIGVKPSGRSFACKHLRMVKIKCSKDDV
RVHKLARLFKANGVSVEKIFVRRTGSTYLRGKKTMKDLARHELEFWGDDEFWGV*                         
>Sbic_07g005760                                                                 
MPPKVIKRWVPVNRPGEGSSSSGGGGGGGGGGGGRGREVDPAADRLSALPDGLLHHVMSFMKARDVARTCVLSRRWRDLW
ASAPCVDVRVARYRDPPQDFAKFVYRLLLAREALAPIDTLRLRSPRQEDYDDFDNSDVKMWIRHAIRRNARVIQLTGHPN
SFAELDHVDFVSRHLKILKLAYTEVLDSFTRQLSSRCPCLEELELKNCWVGSREFTSVSLKRLTMVKCTFANFLSVDAPN
LLFVQCIAPQSWVPVFKNFGVLVTGSVMLDDSLLSNEFKKYQKDVDEFPGTSDEDDDNSAFATTYVPDSDDSDQMSSDDS
EFFDDFFDEHYLPDDIKDNYDYGSDINSDSDTYEYSEIANGYEDKQFGNRDNRLDRTRGSKDHGCSAKHIINDYKKLGGQ
NVLNSLSSARYLELLGHSGEVVMRRESLNCPTFSNLKTLALGEWCISTAADFDILLLLLQHSPSLEKLYLRLEMNCDIQK
ALRRGIEPKGGSFACKHLSMVNIRCTKDDPRVHMLAQLFRSNGLPLKKIYVRRSGSFYLRNLKLERSTARLTA*      
>Sbic_07g005770                                                                 
MPPEDAAAQGTPGGGGGGGDRLSRLPDKILLRVMSHLKAWEAVRTCVLSKRWRHLWASMNRLDIRQPCPCDDGDIGADDH
PRTTVFAEFVKNLLHRRRQLVPLDSLRLCWSHEDGDGDANLWIAYAVRHGAEEIELSGEHHAVYPSPEYTSFVIAGYDFI
KTRLRILKFIHVRLDGTTLTQLSARCTCLEEIELTDCQIPEASEIRTTKLKRLAMIKCKIPTGILSVYAPNLVSLQFSSN
FGYVPWIQNLGLLAASNVNQWVTHKYPDCSGPGSCNLKILKLSRVKLDDTTLAQLCSRCTSLEGLELKDCSVEGRQIGSI
SLKYLTMISCKFSIGFRVHAPNLVLLRCIKPFQHFPQIQKMEFLVTAAIVLDDSCLLSDCQWPQKEDDSDDSNNESDGDS
GDSKNNESDGSSIYYDSDRDRSTPSDEDDDCTLSYSVIAEDRYRESKYLIYGHQRRGDEPVKSCDGEYGSKISSEFGGVG
MLCSLSHVKTMDLLAHPGENTFSGSLLYFYDGNVITFFTDNSGTVLLTRELKFSTEFKNLKILSLGEWCITPGFDELASI
LGHSPNLEKLFLHLDMAYNKRLGFLRITRSFVCTKLKMVKITCCCVEKVDRKLRMHRDLEQKLLMSSAEERYTCRKSY* 
>Sbic_07g022820                                                                 
MDALPEGVVQHILSQLSNARDVASCTAVARCWRDCMPFLPSLYFPRGAFEAVGSGEPAVAAADDAIGRMVDAAARLEELV
VYCPFSASLLPRWLAARAATLRVLELRVDSAAAAAADKSGHVDSIGVAAGLEELRLWGLTMTRAPAWGPMERLRVLEVVG
AVLEDAAVNGAVAACPNLTDLALLGCECAGEAVVSLPLLERCRLDFVGSGNCSLRFAAPRVEFLEIQGFCLISLQGGHRL
KHLTISKNTGTVYHVEMGKLPELDHLSLRGVQWSWGAISSVLQCAGEVKHLVMKVEFCGDYDTLQPFPEIDLVEFFNNHP
KLRKFEIHGAMFAALCQKNSLKKLDSRFVIPFLEHVLVTVRSPLNAEQKLNTLESIVRYSVRLRRMVIRISQMKNCHDAA
DDFFEEICKFTYMNSGRVCIE*                                                          
>Sbic_07g024915                                                                 
MASPPEEEEEERSHSDEEENGGGLPEDQVFELLTRVPLDDLPACRMVSTRWRRLTYEPAFAPLHCRRAAAVSGYLVQSMT
HNRYHADFVSMHAGSPAISLDFLPSAHVRVEAVSAHRGLACCRCVDADTARPPCYYVCKPATRQWRALPSPRMRFCTAAV
AMVARPSAASTTAAVEFKVVRFSVPALRDRLRCEVFDSRRFAWRRAPDVPLCPDSLFRPAAPAVRAHGAMHWLRWPERLT
GAQDVFAFDLKAESWRVIELPREVDEMDDPWARKQIAAVEGRLCLLVVTDGAAVDEEVLEVWEMANYGEGRWRKKMTVSL
KSLHAKEGPSVILRDLHSSDVAFLHSFCRVMWYDFRKGKMAEVQVKHVCIQEIFKYESDLIPCDI               
>Sbic_07g025800                                                                 
MAPQLGASAAKKRRVTEEAAAVAADEGDPILALPEDLQLRILSLLPLKSAIRTGALSTRWRGLWARRWPAPSSLDLHLRS
GVDDPDRLLGSLHCRGHRHLDRFSLTFHFGEYRRRRLPHRYFRDEDISRCLEYAAACDAEDLNLDIADHFMSTGSMLRFP
PACPRLARLSLLHVGYVTFDYSLRSDAYAALEVVQIHSARSVDINQLLPACPRLRTLDLRACKFLDEIYATSPQGRLRSL
TVAECNRVTHLYAGLASGLRSFRLSSALLPIYEIAATAQLDDLYICLRGPCVRYPLKHWIQALPNLANLTVLTICSIALR
RIYALARFGSATCLTRLRKLPSLKELQLLMFEMKSSNLAHIYMFLQTCRCPKLERLFVQLPSSSSDTFVGNSLEVAEEDD
SEGRHSEEDVTEDDEPDKELSEEEDTESDEPEEELSEEDVTEDELLQEELVQEYMLKERPYYEDVYEEDILGEDVPEEDY
FEEDEPEYDFGNLMFVRMMKFKGHYFELRLVSFLLRKATGLKKLLLVAPKGNLMDRVGNDHVDLSPFVETKQLPFRRASP
NVQIILSKCDSAGIQPVHAEIFSYF*                                                      
>Sbic_07g026340                                                                 
MAILKRRSSTDTDTDSTKSSAAAAAAGGEASAVTAASSLSDDMLAEIILRLPVESVARSKCVSKTWCATVADSYLRRRLP
LQLSVVYFPENDDAGSARGKARPRFACADSAAADGGVGLLRDRDLCFFPFLDVSVVCDACNGLLLLRAAGTKRFYVVDPV
TRRWAALPPPSRDPRLSMLAFDPSSPRRGGYHVVNFTGRWRDRGGEVEVYSSETRAWSLRDAEFGVPAASLSGSVHFHAG
AVYVLASDPDCVVRMDVTEAGIACAVAELPEPADGGGGGDGRLAHSAGRLHYVATDGALRVKVWVLDGESPADALQWRLK
HAVKLGDVVQLGKKCGCGRGSEARFLALHPEKDAVYVWSAGKLLEYDLTRKEVAGVWAFGKGEKNRVVKTWLVPSSMYLS
DCLPLADA*                                                                       
>Sbic_08g003520                                                                 



MAINNDDDRCCPAFAGADDGAESATSIEDLPTDVLSLVLRRLDGASLAALGCASAAFRGLAADPAAWRALCLALWPSLRD
VPPCCDHRRLFADAFPFPAVPLAALPPQPPTPGGGGGAGSSLPPLPSRLVSAVDLRHGGACVMSRAVETDASSAWFLGAP
FRVDALTQEGFTLPFRWVLIHPDTGRAVNASSRRPVSVDRRWLTGETVVRFALVLGGGVVLDAAVTCDERYGHVREVSLC
MEDAEGGGGVSGRDGLAVVAAAMAGARRGRGAEEDTRVRYQEFVKGRADRKERKARREGIIDLCCSGVGAAAFVGFLVML
TFR*                                                                            
>Sbic_08g003880                                                                 
MASSSEPFAGQGRRVEPVRAATNIGALPLDALYDILLRLPAKELCRLRLVCRSWRALLSDAAFAAAHAARYPEPLILVGY
NNDPVLESSGDWKYQGVISVMDLSGHVVKNLRVDGHIMNMSLHLACVKKTGDGSCRLVNPATGAVHHVPRENPAYGYSDR
LCPFGQVASTREYKVLRKVSYSLNGNPRVLYEICTIVGRSSAVHGQAQWRMIQDPPCCIDIDWCAKASVVIDGVVYFLSK
NCASSAGGGGSEKQDWIVSFDLETERWRPNIRGPQGLIIHNGLVVEKKLSLVNLNGSLVIVHVRYPYMDLWCLLDSDKGH
WVRQYSISIKACYRRSLLSFTPLIVLDDGRIVIHINGLGLGMLKIYDPKTNKVSSVVETGLSSAVSVYTGTLLSLEW*  
>Sbic_08g004000                                                                 
MSFRSIVRDVRDGFGSLSRRGFEVKILGHRRGRSHGAVHELHDPAPVIQSSCWANLPPELLRDVIERLEASEATWPNRKN
VVSCAAVCRTWREICKEIVKNPEFSGKITFPVSLKQPGPRDVTIQCFIKRDKSTQTYYLYLCLSTAVLVESGKFLLCAKR
TSRPTCTEYTIFMNSENLSRSSKMYIGKLRSNLLGTKFAIYDTQPPCNTSQPGKTSRRFYSRKVSPKVSSRTYNIAQVSY
ELNVLGTRGPRRMNCVMHSIPASCLEAGGTVPCQPDSILARSIDESFGSISFSKSSVVDHSMRFSSTRFSEISMSSHTIG
DAALGDNDECKDRPLILRNKAPRWHEQLQCWCLNFKGRVTVASVKNFQLVAATQPSAGAPTLSSQATPVPPPEHEKVILQ
FGKVAKDMFTMDYRYPLSAFQAFAICLSSFDTKLACE*                                          
>Sbic_08g004745                                                                 
PGAAAGFRRALLLGMEEGGSHRAAVLPLPDELVVEILSRLPAKSLCLCKCVSRAWRAFISDPDHRGRFAQTLSGLFFSRP
SGHRPPWPRGFVGLPTSPPPGVDTALSFLPPTCGDMDLLDSCNGLLLLRCQDTRERPSPPPFYVVCNPATGEWVALPQPR
DTQGLYGSPDTCSAALGFDPAVSANFHVFQLVQECYFYNDLFFVVAVEIYSSETGRWVFKENDDLWVHWDIHFFGQMTFF
SGFLHFCNDFNAAVISVDTQVQGWRISHVPHNVGISFSMRQNASYGRSSTISHSQGHLLYVYDNGWQDHDLSIYVLEDQD
SEEWTWILKQSIDKPDLFGPRGAQGGWDYCIAAFHPNANLVFFYDWKQKTLMVYD                         
>Sbic_08g004750                                                                 
MEEGSCRAAAAAAAVLPDELIVEILARLPAKSLCRFKCVSRAWRSLISDPANRRRFAHTLSGLFFPRPYGSRPAWDFIGL
SMSSVSPPPPGVDTALSFLPPTCGEMELLDSCNGLLLLCCTGNIHESPSPPPFYVVCNPATGEWVTLPQPSHVPGLVGYS
TSEGPTMDTSTAALGFDPSISTHFHVFQLVQVLDGPDFSVQAVEIYSSRTGRWVLSEIKCSDRDYIKYTGYMTYFKGFLH
FCIGNGVASVDTEGQTLRISQMGLVVIPLSGCSAKSGTCEHNYVHCDNQQIHASILALTNSNGQLWILAGL*        
>Sbic_08g004760                                                                 
MEAASAYLPDDVVIEILARLPAKQLCRFKCVSRTWRRLISDLAHSDRFAQTLSGLFYYRHRPHDGAHRPCFAGLRAPPPP
GVDTALSFLPPSCAGMELLDSCNGLLLLRSSRVPWSPRPRFYVVCNPATGDWVTLPQPSHAPGEMCYDDAMMADKNTCVA
ALGFDPATSLHFHVFQLVEKEDQFVDVVVAMEIYSSETGKWILKESGWSKSILCNLQMTYLNGFLHFGIIDDDAVASVDT
KGQTWRVTHVQQRRDDPDDGGDGFVGHSQGRLLYVDANLNDDSISIYVLEDHDDRWEWTLKHSVSKLDLIQPRKSPRGVY
FGVAAIHPDDDLIYFYEGERLMSYDMTHGIVHVICTLSEVSPVHRPFLPYVPFYSGPLASPSAD*               
>Sbic_08g004955                                                                 
ASCSATLDNDDLLGQILLRLPPLPSSLPRAAAVCKRWRRLVADPGFLARFRAHHGKAPLLGFFFYNRGKIGFTPVLDPPD
PTPAVDRFALRLPRGSNIHGCRHGRVLIAYGNSFLVWDPVSGDQCHLPYPSASGGTKYAIDATIICAASATEQGHVHGSC
HSSPYRVAFLGSHGEQIISYVYSSVTGTWGDAISMTSLKPFDPDEFISCNNILVGNFIYWLLNERTISILEFDLDRQSLA
TIEVPPEMIDINPVVREESEFLIVPAEGCGLGLLMIAGFSARIWKRKYSCDGNAGWVLIDTIRLDHHLRLKPWAHTFPPV
LLGFAEDHNVVFLLTGGRVIFMVHLDSWQFKKLPDKKMYRLCYPFTSF                                
>Sbic_08g006670                                                                 
MARLKSAPRRRRSPLRPDAAGGEDRLSSLPDALLRRVLSCLDTRTALSTAVLSRRWARLVRDLPTLRRALDRRRRARDID
GKGKLLRYIKRCDRRAMRAFLDGVAGILDAPPSGGARRRRANALYLEFFRTYDGAGIIDRMIETAVGEWGVQHLDVVVLR
SAPRDPPLPAYVFPDHLLDDERHRSRLRSLTLGHCVLPPLHRYAALQRLVLQDTPASTPMHAYDAVFHGGCGAALRVVHL
LCCRGASDVLEIDAPCSGVEELVVDSCSFRAIELRELPELRHFACLGDETAPVVVELSFGTVPRLTHVNLTLTFSASTSP
ATPHRVLDSLLGGAPASMSRLAVRFTGPKRWILPRPLDTTLLGLRELLVADVPPTWDISWPRLLLEASPALETLHIHVAA
GDGGSCSSSPADEHQGGPIYWQPRRKFRHQQLREVCMVGFANTPRQTRFLRYLVRVCKALERVVLVREGRVEEDGLWGWK
TVVEQRDRPWTLADWISVSAEIKHGRRWSKPHVEVTLV*                                         
>Sbic_08g015610                                                                 
MAGGSSSKKRVRRKRKPNPATQLTDDLLVEILSRVPYRSLCRFRCVSTRWRAIISHPDYRRSLPQTLAGILYRRRPAVGS
SESTPVRCCFTDVSGTGRPLIDPSFPFLPDREREHLDLVDSCNGLLLCHSFRNADEGLFDYLVFNPATENWAAVPVSWGW
SNKVQTVRLGFDPAFSSHFYIFEFQLDVDDEDYDAGGGHVLGVKIYTSETGVWCHKKSAWSFEFIPQCEFKSVFVNGVLY
VIAIECVIGAVDVKGETWRIIDFPRSEDSPFHDTGPGFIDLSQGRLHLANDDDMVGDKLAIWVLEDKDTDEWTLKHTVCY
KHLVGRKYVHFGFHEFIVVAIHPDRNMVFFVFGRHEKTLMSYDMDSGRVHVIRNLGHIDSDSEYFLPYVPLFSKSLPDAA
KQ*                                                                             
>Sbic_08g016880                                                                 
MEKLLPEDVLTNIICRLAPRYVAISRCVCKTWCAIIDARNLLRADLLPRSVRGIFINFNELSMSEFFVRPSKGRTVSGNF
NYLPLGSRIIGHCNGLLLFCNYVINPATRQSAPLPPCTSPNIVIEHFVCRDYLVFDPQLSPHYEVFMIPQVRCYGRYEML
NSDDELDPAMEGLEWPPSPWILNVFSSRTKMWQERSFVREGEAAGNVADRRLDSSCVQDNSVYWRGVLYVNCQTKFVMRI
SLSNGKYQVIKPPVYFERMECTDLYLGKSVKGVHCALYGFPSSFWIYILDESSGRMEWVFKHSCDIQPYQRIDGRGPWTL
QDINCQDWSNEFEEGKDEALVQEKFEWDSDNDNVIDTISRGNHLTRGDITFLGFHPYKEVVFLSDTLRRGLAYHLNSSKI



QDLGNIHPTYYEIETGIQPFIQASFPYTPWTGVFPEDN*                                         
>Sbic_08g017860                                                                 
MAPAPRRSARARRPPPRLADSVIQATTSARPRTARARRPLPQPADRAAASTSARRRSARGPPAQPVVLPDEIWEEIFLRL
DAAADLARASAACSSLRRIVSEHRFLRRFRSLHSPAVLGFIWSSIYRPFCPVMPPHRSAPEARALEQAADFNFSFLPDPI
SWSFRHARYGRVLLSQHFSLKTYFEDFVVCDPLHRRYVMIPRVPDDLMAAASTPGARHVLPVLAPAGVNDEEESFRVIYT
LFFKDKVMAFVFSSCNQTWRGITSTICLPDGFIEYMTCYAHGCLYWMVGLTAYSLMVDSSEMKFSTIDLPPHNFDSKAMR
TIVEAADGRLGFLTIGDGTIDLYCKNWKNNCVGAQEWLHDKLIPLPKYSRINYHWEIEGTAGRYLALVARSSRNTEHFVL
DLKTLLVENLHTSKTGAFSGFPYARFPPPLALPSI*                                            
>Sbic_08g017870                                                                 
MASASPPAPRRSARARRLPPRLADSAIQASTSARPRTARARRPLPQPADGAMASTSSAPRRSSRVRRLPPRLADSAIEAS
TSARPRAARARRPLPQPASTSARRRAARGPAAQPVFLPDEIWEYIFLRLDAAVDLVRASAACSSFRRIVSEPQFLRRFRS
LLSPGILGLITSSGYRRFFPAGPPHRTAPEARALGQAADFVFSFVPNPFSWHFRHARDGRVLLSRLISMEIRLEDFVVCD
PLYRRYVMIPRIPDDLIAASTQYTMSRHLLPVLAPAGENDEEGSFRVICTVLFEDKVMAFVFSSCNQTWRGITSTISLPD
GVIEYMTYYAHGCLYWIVGLTLNSLMLDISEMKFSIIDLPPHSFDSTSGIVECAIVETADGRLGCLTIVDGTADLYCKNW
QSNCVGGQEWLHDKRISLPKDSGITYNWEVEGTAGHYLALVGESSRNSEHIVVDIKTFLVENLCISSNGAIFGFPYARFP
PPLELPSI*                                                                       
>Sbic_08g018586                                                                 
AMAAPPELVDDAMEEIFLRLPPAEPAHLVRAALVCRRWRRILTGGAFVRRYRAFHGAAPLLGFLDNTIDLHGARAPRFSP
TSSASPFHRGPFDCICWDVLDCRHGRVLLGLFAGRVNLVVWDPVTGHHQALPDPGLLPGYYSAAVLCGTARGGCGCDNLH
CCRDGGGPFRVVLAGMESMDYFARGEDAGVRARLYCSEAAAWVASAHLPSNSHVMRKPSAVVGDDVYFQLMSAYVILRYD
TAR                                                                             
>Sbic_08g020560                                                                 
MASDAASAAPVPATAKPAPAKRRGSYNCGRCGLPKKGHVCSVPGPASSSAAASTGGGYKAGEPQPQPPPQQQTKPRRALQ
FDDLSTPAASAVVLDAMPLAVAAPPLPRTPPRKKARAEVVDVEEEEEKEEDEDDDGGPPLPWVEVCAGRRAPGEVLVDVL
RRLSPRGVAAAAGVSRGWRECARHLWGDAREVRLRASGVRPVAALMARCPVLARLVLAMDSDVDATLLACIAFSCPNLQS
LDISLVNNAANRITGDELSRFVSEKRSLSVLTLDGCSSLGFVNVNSSSLSTLRLSGLCSLTKAVMNCPNLNELSLIFAAQ
NNDSTDLVALMDSLGRTCPNLRNLHISSIRLCNEAVFALESANLRGLRMLSFLQGSKITDAAVASIVRSYVSLELLDLSG
SAITDNGLGMISNAFPNTLTFLLLAKCTNITSFGVQVAAAQLPLLRLMDCGQSICANPQPEAGRSYYFGDLTGGIKFCSK
LPVQRKQQTTCQKLIIKHNNLKKLSLWGCSAIDALYVNCPELVDLNLNLCTNLHPERLLIQCPKLKDVHVKGCRDMLIGA
VRNQVLNEFAAIEPQLPYKRLADGSKRVHVPHFMIEQLEEQEKLGRPRKSQCTVHPNW*                     
>Sbic_08g021020                                                                 
MATAADLPVDLVEKILLRLDDAADLVRASAACTAFRRVVTDGRFLRRFRSLHRPPVLGLLSRRTGTSASVGFRFNPAAPP
RRSAQAARAVARAPAFSSSSSFLPADTTKNCWHFHDARDGRVLAGGATTTTTCFSSFPYLVVYDPLYHKHVQIPPIPKDD
IVAQLGECQFKPFLVPAAAADDDDDLSFRVMCNVLSKDMEYHYVVETFDYSSVTGKWRGVASLSDADYEPLSNLFYYMEH
HYAHGCFYWVDSYGGADMLVLDMKEMKFFVVNIPPKTSGNRRLLWRQQLKKKKKTGLACCGKAFSSASNNGCWQWRHDDE
VTLVDSYEWVFGGAADQGYAVLQGVPSDEYKTWLYCDPAMGRKTNAHCFTVELQTLVVEQLCVKDFYNDPAFLFASFPPP
FAPPSI*                                                                         
>Sbic_08g021030                                                                 
MASDLPTDLLEQIFLHLEDAADLARASAACASFRRVISNGRFLRRFRSRHRPPVLGLLENRGGGKIRFRPIQSPRRSALA
AGACADAADFTFRFIPGPNRCCWGVVRDARDGRVLLSRYKRLWHTLHRRPPLLIVCDPLHRRHVEIPPIPDDLLDAAATT
STDHDGGDPDDLRRLEFEPFLAPAPSAADEDQVVDELSSFQVICNALSGTMLVTFAFSSASRQWRAVASFSNPNYVMKNL
CSLWFRQPANGFYWTCFSENFMLVLDTREMKFFVVSDIPEKSNGRSKIVVEAAGEGRLGLLLLLEDKLELYSRAWQGNNN
GGVVVDQEWRHDKTVRMFAGLWNLSGTTNGYAFLRWLPRDHVQRWEEAHYFTVDLKTLLVERLCVLEFINVPKFLYASFP
PPLSPPTV*                                                                       
>Sbic_08g021040                                                                 
MPTTILDLPLEVTEDIFLRLDDAADVARVAAACRSHRSVVRNRRFLRRYRFLYPPPVLGFLQDSMGNTGFLHADEPHKSA
PAAASLLAEEADFGFSFLPTDPNGNYGSRSWRVRDARDGRVLLSRRSADDSATFLDLVICDPVYRRYDEIPPIPEDLWTK
RYSAKMKSEPFLLPAREEEDESQFRVIYNWMCKYKIITFLFNSDSRIWSVGTSLSLLLPERLIYDPMEFVRHYVGTCFYW
VHQRVPHYMIVLDPVEMEFSITRLPYVTGDMLIGLAVVDAAEVNRLGIIGLGYESNLHLYSKQIGGSTEEWRHDKDHTLP
EDYKHCHIIGASEGCLVLENYSVEIAQYFIMDPKTFLIERFCKGKQQYAAEHALPYARFPPSLSAPSI*           
>Sbic_08g021060                                                                 
MSSPAAHQVAGAPASQPIFPDEILEEIFLRLDAGEDLVRASAACTTFRRVVSARRFLDRFRCLHPPPVLGFLEFDALGTF
HPAEPPHRAAPAARALAQASDFTFSFLGRPHYWRVCDARDSRVLLRRVRVTTVLAGLVVCDPLHRRHVELPAIPDKLAAA
TGCRGLQEFDPFLDPDTGKDKEKQDLSFRVICAVQCEHMLVTFDFSSVTGQWRGMTFNRPVPLNDTSVRFPKLFERHYAH
SCYFWTIALGGNFMFMLNMHDLELSVVDLPPGVFCPREQAIVEAGEDMIGLFNLSDGMLQLYYKSLRGTEWHHERIIPLP
RLNSYWSILDAAAGHLLLQATPQDCSPYAKPESQYFTLNLKTFLVEGLCVSNRHITGAHLYASFLLPLSQPSI*      
>Sbic_08g021120                                                                 
MSSPPAHSVACAPASQPVFPDEILEEIFLRLDAAEDLARASAACTAFHRVVSARRFLHRFRCLHPPPVLGFLEFDALGTF
RPAEPPHRAAPAARALAQAADFTFSFLGNPYSWHVCDARDSRVLLYRRVRITSVFADLMVCDPLHRRHVELPAIPDDLAA
ATGGWGMQVFDPFLDPDSDKVKEKQDLSFRVICAVQCRYKLVTFHFSSVTGQWRGITFNRPVPLDATLVWFQGLFERHYA
HGCYFWTIGVDTSFMIMLNMHDMELSVVDLPPGIHNSPQALAVVEAGEGMIGLFSISGDMLQLYYKSLQETEWHHQRIIP
LPKPNSYWDIFAAAAGYLLLKAKPRDSSQIAKWESQYFTLNLKTFLVERLCVSNFQYTRGALLYASFLSPFSLPSI*   



>Sbic_08g021390                                                                 
MERQQWRRKCKNVGGMETPATSVHDVPDEVLRLILLRLQSPLCLVRAAYTCRRWRGIVAADGGAVLRLARTQHPPFVVGH
YHHRGCGPITFVPSSPPARIDCRRFSLDFLPLGASSWNVVDCHGGLVLLLERGRPPLPKLLICDPLTRRHRGMRYKPPTE
HAGCTVADAFLLDNDGGGGISMSNFTVVYRLNNSGLGPGACVFATCSGGHGVRFVCASANDLDKNCRGQVAGRVDGCLYL
GLTTAGSVILLDKATLDFSQVDLPSQVDPSKKDYHASFRVVHGAGPDSASPPTARIVHANGEELEVFRRVHGTAEWVLEH
NIVRLSEVACGLPSYLAERPFHWTVKVIADGVGFAVLSVLDSSKRKWLLTVDVDTMEVQFIPESTYHLYRGTRATSTYTL
PEFMICSRIVAN*                                                                   
>Sbic_08g021410                                                                 
MAPLELRHRRRRRQLQRKDQKEAMLGTSIHDLPDDVLRGILLRVDSPLWLIRAACVCKRWRRVVTVTDGPDEGRAFLRLA
SSLHPPSAVGQYHNPTNGDDCWFQPFFSSHIDGSRFSVDKYWSVADCRGGLVLLRATYGPCSRSLPNLFVYDPLTRKRWS
IPPPSPPNKQDYLYCFGDVFLLDGGDDSSNISISNFRVLCWIDAAAADDDDDRQACEFSTANDGEWDWLSVDVNTMEMRV
LPEQTRNTFNYTLPWPQFLRACP*                                                        
>Sbic_08g021860                                                                 
MASSPCKNNREILGESLMSRDHDEASPPPPRHQDLPDEIIEDIFARMPAKSVLRCRCLSRAWAATLSSIGRLRRQALGPR
QPPPRGDRRASRRPHGGPPLPEQRLRQLRPRLRRPEQEPQGRAPLVLYHDYQPAGCDIYDVGASSIGHWRPAAGAVVLPP
GRVRMNQMGVFVEGHVHWPTMARHGEEEEHIVSFSVSDETFGAYVTPPPGTAVMRFALAELAGCLCLLSAPHCPQSGLES
VDIWLLTDYTTRSWGKHWHIDLTKLPPPPPPPEVGDDFMFHGVTPLALVDGGRRGVAGEGSVSDNTRRSAAHPCGGRRAA
GARRRQDVLAPGAAARDRRRREFAILAFDVCAETFEVEPAPPAALLGVVDSGDRMVLAELAGKLCAVKLSASMETMTVWG
KDDVEGWRREHVVELQQWPEFSPRTTELAVMPMAVDPIDGRILLDTGKALGYYDVRNGTLQTVYSLETQLDYRCQNHGDA
VFFIATVCEDSLLRPDDRKSRFW*                                                        
>Sbic_08g021900                                                                 
MALPPSKKSRISRETPTTAAWQQLELLPDEVMEDILMRLPARSVARCRCLSRAWAAVLSSRGFINRHLDHHAGPGRRRFL
LQEHHLDARRLTRSCRGLGLVKSYSTGVYYVCNPSTGQAASLPDGTPVKRIDGGVAWNRLIFGYVSFGLGHDARADRHKV
VRLYYPVGLPAGCEVYDVVVGSDSESEAGGYWRPAASGAKPPCFAVDRFGITNTAGVFAQGRVHWLATSRRPVLSLSGSR
SRPEPDSVMSFSLVDETFTSIPLPPRACCRGTSLGLTLLHGGRLGLVSLYRHRPRHIWTPAAAAGCRDQMWSQLATVAGS
GYCGDDNLYEESLEPVGRPYEDVLLASTSYLHALSMALRRLPARTLGRLKSVCRSWRAVIESDRFASAHNDHQRRLLAAS
PPSSSSSSSSLADRVIFVTCYPDEDAVPLRSCCLASAFLTTPPLMNSRVVVSKPCHGLAQLMMTCRGERTQLFNPVTRAH
RIFAMDLDDSLDDLSSGGSSSSSSSIGLGYDQSTQEHVLVLLAAGKECKVWRLTENVGSARTVPAPPITPRFLPSASTVP
PVYIDGRIHWMCCSPRAILAFCVRAGAFQVVAAPPAGPGPGTGGGGGGDDTSGTEFLVELRRRLCVVQSCPGTETITIWS
TAGCDGDGAWSREYVIQLGRWPEFSPKTAELVVPMAVEPKDGRILLDTGSSLGYYDPVRRTLETVCSLYDYGPGDPKKKK
KVGKRFFAAALWEESLVRPYDRGHRLWC*                                                   
>Sbic_08g021980                                                                 
MAISKKMKTTIDPAAASPSTAATVILPEELIWEVLLRLPAKSLARFRCVCRCWNHLLRSDSDAAFQRLYSDRQASMAMAS
AGLVFAAARLAPPHPHELHGGLTIMPCPGCPRFVGGKPCHRGLALLSRPCTGYTLCNVSTGGLLRLPPCPTVGCFISTAG
VGYLAATDEYKVVQLAVALDRPLTESLELDCQVLTVGAANGGGVRGGWRSVAIDLHGKTSNILIEIECMDPVFANGCLHW
TLDTGMLLLRDGGGGGKRPEGILSFNLATESFATVPVPPFLASDLVPYDNDLPHASRLRMATTTSGDYRLAEAVMQPIGT
ALAELDGCLCMIRDLRRRRDVAAMFEVWKLKDYESGVWSLDYRIHEDLLAAPSSSQLTKKLMEPWLVIPICYLPSDDDDS
SRTKKKKKILLATTAHEVHIYDQQTATLETIATAAHYPDPTNHDNDLYLVMYQESLLHIDGMEYSMVVHNRDH*      
>Sbic_08g022160                                                                 
MELPADVVEEILLRLPPADPASLVRAALVCKPWCRIVCARSFRRRFMEFHRTAPLLGFLCNPLFAWFVPTSSFRPTPTGC
EEDVRDCVVLDARHGLVVLHFVLGDDEVDALVIWDPTTGERWEIPVLDDCERDEWYATVLREPTADGTAFVVVRFVTKYY
SYSQVQRWSLRVYSSAAACWSEPTLVPNRVLGFDLATTETSVVHLPRASNCAIALMEMEGGGLGFARVDMAARLLLWSME
VNPNGGVGWTRTRVIELEKLLPVGAGSISYGFLGFAHGVDVFFVGMNDGVLFSFDLKSGRVRKVYKGECDEDGLLGRVPC
VVPYTSFCTPGQIWKGIERNEGNHSVFSGMLSHNKKKKTLTGG*                                    
>Sbic_09g002410                                                                 
MSLLLALPELSDDLLGEAFLRLPPDDPACLLRASLACKRWRRILADPVFRRRHRELHRTPSVMGFLCFAEGDAPYASRFV
TNNPASGGRPAARDLPGRHVLDCRHGRVLFLAPRPSLGTELSYELVVWNPLTNEQRCLPRPSPPLMDVAGGYFNAAVLCS
AAMEGCDHSMCHGGPFRVALAWGHGLVMHARVYSSEKDSWSEPISVQHPRRMLFHPMLPYPSTIVGDTLYFHYSLKYALE
YQLGAQRLSIIEEPPRQVPKISAFFVRPMGEDGLGCMDVEEDETSLRLQLWSREAAGSDSDGVAGWTKGRAIDLEKLLPN
GALPSPRWTSVPSSRLSSVQLLGFAEGTDVIFVGTWACNHPRAVYMVELDSGRARKVFDKCNLVFPYTSFCIPVTDASST
TEGPGDNASGGA*                                                                   
>Sbic_09g002420                                                                 
MPPQPRELSDDLLGEAFLRLPPDDPACLLRASLTCKRWRRILADPAFRRRHRELHGTPSVLGFLRISSGYYASRFVPNNP
AASGRPAARDLPGRVVLDCRHGRVLFRAPSPLLGRKLNYDLVVWDPLTNEQRCLPRLSPPLTDVSRGHFNAAVLCSAAVE
EGCDHSICHGGPFRVAFIWSQARQLHARLYSSETENWSEAISVQKPPRNPVRLCLRMLLCSKTLVGDTLYFHYSSDYALE
YQLGAQSLSIIHGPPRPGSQISAFFVMPMGGGGLGCMDVEEDESSLRLQLWSREAASGSDGVARWTRGRAIDLEELLPNG
ALPSPRWAPDLRSRLTSVQLLGFAEGTDVIFVGTRAHARNHPGGIYMVQLNSGRARKVSYQCSRMIRH*           
>Sbic_09g002430                                                                 
MVQLPDELVREILLRVPPDDPACLLRAAVVCKSWRRMLADPDFRRRHRELHPTPHVAGFLRIIRNAIPYMSRFESIDPTF
HRPAARDLPGWLALDCRHGRALFAAPAPGGSYPVALDFIVWNPLTDERRRLPRPSPGPTAPPAGRFTVTDRRHFNAAVLC
AATAEGCDHRGCHRGPFRVVFLFSTSTHTYARVYSSEMDDWSNLTAGIPCHNLFLVDNMPSPSVLVRDTLYFRGHDNYDA
FEYQVTTHCLSMIRRPASSSLMALADGEFHFTTLFEGPLRLCACTKEKASTGTVLWVQGRTFNLETLLPKDTRTPWFNVT



GSVEGADIIFVIVFKYAHHRGDVYMVHLNSGKIKKVFEGYSYVFPYTSFCIPVIDDAYTGEEPREGVPNA*         
>Sbic_09g002930                                                                 
MSSSSLPPPPASPPTAAEDEARDWAEMPSDALAAVFAKLDVAEILLGAGLVCRAWRRLAASDPTLWRRVDMTYQGDQLQT
EEVEAMARAAVDRAAGTMEAFGAETFVNDELLRYISQRVPSLKSLHLCLCHHVTNQGFAEAINGFPQLEELDVTFCSLNG
SMCETAGRACPQLKCFRLNERWCILQSEFAPYEGMDDDTEALGIASTMPGLQELQLIGNQLTNDGLMAILDRCPRLESLD
IRQCYNIQMDDALKLKCARIRDLKLPHDSISDFRYRAYIVSSIANTGSDFELDMYDDLLDVVTEDDDADFDDMDDFDDTV
SDGGMYGDDFDI*                                                                   
>Sbic_09g005536                                                                 
GRQTRCSTICPRKKSKLSSVGDTCAADVAAPADRLSALPDALLHHVLSFLRAWEVARTCVLSRRWRHLSTSASGASAATA
LPPRVLDLKGRYLDGSEISSSSLKRLSIIQCRIITIRDLTISAPNLLSVHCVKPHHRAPLFENLGSLATATVVLDDSFLN
VGYEYKYKDIDADALEEGSDSNSDTSLRDDPECDSDTCNEDIEILTGFEDKRCGDDGEDHDHCKHCNCYNHGPYWSGRRY
GRRNIFDASQILGGHNVLRSLSNATSLELLADSGEV*                                           
>Sbic_09g017900                                                                 
MSTGGDDRLPELSEDRLPELSDDLLRRILYFVPFRKAACTSLLSRRWRSLWRSSGAVNLDVQVPHSRSYDEDADNAFFTK
QEAFVHAAKAALDAVEVPITRLTLRVESNDHDGHSSISRFLHRSRNWHTHFTKTDVVSDLVSHPAARHVEELQVAAVAAS
YGMLRETTAGIYGLAALPSSDTLRVLDLTRCNLTLTAAAAALALPRLTTLRLSYCSVEPKVLQPMLDAAPELTTVQLESL
SIFSLPPEPKPPVLRLSFHAVTTLVLSLCCIYAGVQGSGDRRGKSNWAIEIDAPRLQSFKYKGLLPRFVLRPAAAGGGGV
ARVDLHFLHHNDVNMRALFWQFLHNFTNARTIKLKVENNLINIAAIGEARHALLRCAFPSMERLELEGAFDPRMEEYVEK
LEGAFDPRMEECVEELVAVHFPERETTAIAIANLLDCCPVLGEFMLKLNAVSAFPVRDSRYGPELLKRKDRSDYSKSIDR
FVRRKKAKTDISMEDSIFGDDEYSYDDVRGIPGLSDGSFACLQRTLRRVGLQFRLDTNCISTTSSLGLRLIKFFADHARV
LEEICVDTGNKRLHEHLKFNVETQALALALAPIPISATTASATLDSTTDLAKTRAGFTVLPLQRQESMDWKSSSLEN*  
>Sbic_09g018050                                                                 
MSEGATSPALEPEAAPLPDNDDIHREIFLRLPPLPSSLPRASLVCKRWRRILSDPAFLRRFRAHHRAPPLLGFFADEDGD
IDFVPTLRRPDRIPGARFSLPRRRRGDDYLSFLGCRHGLALFVDRARSEAVVWNPVTGSQCRVPFPPDFNKRHVYYKGAV
LSSSGDGHVHGDCRLIPFKLVLVHQTDLHDTLASACLYESESGKWGNITSIAIPWSRLHQPSVLVGNRLYWILLGTSDIL
EFDLDGQSLAIIQKPEDPRVTNNSGIQALRLEGNKLGLATLSKLSIQLWQRETNSDAAGTWVPWKTIELDKLLSLDRLTR
IWTATILGFDEDSNAFFICTSVGIYMIHLESTRFTKLFQGDSFTAYYPYTSLYTAGLGIDDGDDRAEMLNNT*       
>Sbic_09g018560                                                                 
MELSPAGRWADLPEDIALAVASRLQEADVCALGGCSRSWRGACDADCIWERLFRCRWPAASAEASASASRVQGWKALYIS
QHRRMAFAISNVIEFVGSSINDGSLESEYYLKAIADLALIPDIGFLDVQFFLFSRNCSAIINLIGLHYSIASLHVLPTEV
SKALQAHRVSERVVCVNLLKLGRWFYGFRLPDEYESRKISLGELTMAEGAEILAILNRGAVHEVFRLRISLVNVDK*   
>Sbic_09g018940                                                                 
MAHAPVVKTTTTTVADLTDLVLQAILLRLSPADLLRAALTCHRWRRAATHALPRVPPLLGYFFHPQGPGNPPPMPMYDTT
HHPAVFLPLDAASSPCLSLDLTPGAASSLSIQDVHLGLVLLLPHSRPKSLLPRILAVDPASRRRVLLPPPPRDALPERDD
RWRRDRCVIGVAVLARAHPSRLTFDAVCLTIDGDLPRAWVASVREGNCAWRALPRAEGITINFDPWLFEGRCVHAAGNIY
WHICNSSRLLQLDPCTLDFSFMPVPAVLGDRFEKYRIGETPEDGRLCMASIVENLSLQIWVRGEARCSSDRGWLLERKIC
MTKLLDTVPGLPKDSMMRVLCTWLSDMDYARTGKVFITTWGYGRYSFHLETSKLERLVMEDGKEHGNPIYAYTLAWPPEF
LAQETGLLAPIRRIFDDPTFNVLCTLHWL*                                                  
>Sbic_09g020390                                                                 
MDRGGSQKKRHKSVANVDIISNLPDVIKDKILCYLPIKEAIRTCLLSRKWRYTWASMTELMFREDDFALGNGNEDGDSVR
FASFVHTFLSLHYGPILKFEMNARRVHTFSPGGHIHRWMLILSRNGIKEIQIKTRIWRNYKIPSSFFSCAELEYACLQGC
IFQLPSLFTGFKRMHTLHFIEFCATENNIGELVANCPNLEELILSRLLSFADITIHSTKLKVLRVDGMFKHLNLVTPHVS
SAVINLRVNTGYVPRAGSNFNLSQFIGSLLDIENISLLGHAFECAAHGILPGKLSRLLNRLTEITLELDLGNLKEANAAH
CLFQIAPNLRRMELQLMHRGYSAPTSNFWDSIDHQDCLFKNLYTVVMNNFTGSCAESGFLELLLKDATVLRSARIKDNNK
LDKESLKRILKMRRASKDAEIILL*                                                       
>Sbic_09g021590                                                                 
MSFRSIVRDVRDSFGSLSRRSFEVTIAGLSGLTVHHRGKSQSTVHEVCDTDLIIQESRWANLPPELLRDVIRRLEASEST
WPNRKHVVSCAAVCRAWREMCREIVLSPEFCGKLTFPVSLKQPGPRDGMIQCFIKRDKSKSTYHLYLCLSTAVLMENGKF
LLSAKRNRKTTCTEYVISMDAENISRSSSTYIGKLRSNFLGTKFMISDTQPPYNGAVVPHAGRTSRRFNSKKVSPKVPTG
SYNIAQVTYELNVLGTRGPRRMHCVMHSIPASAVEPGGIVPGQPEQILPRALEESFRSTTSFSKSSIMDRSMDFSSSRDF
SSARFSDIAGGAAIAGDEEGQNKERPLVLRNKAPRWHEQLQCWCLNFRGRVTIASVKNFQLIAAPSPAPAPAARAPTPSS
QPVPQDQDKIILQFGKVAKDMFTMDYRYPLSAFQAFAICLSSFDTKLACE*                             
>Sbic_09g025120                                                                 
MSEDPAGSRRWRCDLGGDERWLSGAAGDDHFDRLPDALLLVIFNRIGDVKALGRCSLVSRRFHELVPLVDSVVVRVDCVI
PDEPPSSSSSPSAPSSPTASVRARGVFSQIARIVLGGIVKPIQALGQILSPANSASGFPASSTSSPSSSSSASPLPAGDV
SHHSPSEVLRSFKELRHLRIELPAGELGMDDGVMLKWKADFGSTLGSCVILGASSASTSTSTSTSTSTSPDDCDDSGSIP
ESFYTNGGFKLRVVWTISSLIAAAARHYLLQPIIADHRMLESLDLTDADGQGVLTMDKCQLQELRVIPISTSRGSHRTLM
PELSMWLWYAPCIELPGGLVLNGATLVAIKPSEEGTGDTVWNGADGAAWVLDAFEEPYRTAVRMLLKRRTYSLEMNSF* 
>Sbic_09g025430                                                                 
MISWRRSASWLSSASRSSLGAAVGGEAKVTPEVDPAAAQEMEEDEEADEERWSRLLPELLTEIMRRVDAGAERWPPRRDV
VVCACVCRRWRDAAVSVVRPPLECGRITFPSSLKQPGPRDAPMHCFIRRDKKNSTFSLYLSLTQALTDKGKFLLAARRFR
QGAHTEYIISYDYDDLHPRSSSYVGKLRSDFLGTKFIIYDSQAPYDGAKPSRSRSTRRFASKQISPQVSGGNFEVGQVTY



KFNFMKSRGPRRMQCNIQCPVSQGTMSDPSKEKTPSSSSLDLKNKAPRWHDHLQCWCLNFHGRVTVASVKNFQLVATAGS
GGPWGVGDEETVILQFGKIEDDAFTMDYRQPLSAFQAFAICLTSFGTKLACE*                           
>Sbic_09g026200                                                                 
MPLRRRQPRRPETGAAERYREMRIGAALSRPWDYPTACGELAALLRLGYADLPKAAQALVASDVLLAFRLLPDVQTGYAV
STANVLLQAVEVALPKQKKAQAVSEFKHSIIAHKRRSRVQQNSGSPDIPQDILVHIFSFLDMHSLVAAGLVCWSWNSAAN
DNKLWKMNYSIFFGLSHLSCNNIPVSGVHYSMNSVSDYPSFSWKESFHKCASWKFASNRAFCAHCRSVIWLSNLTCASPH
HCPKNRQDEVKLRPLLPDTVAKYILHVEDLAASSSESDDTDDSDYENWHPRFWVL*                        
>Sbic_09g026600                                                                 
MELQNEDGRRKRRRISPPNQNPELSEEIIVEEILVRLPVKSLVRFKSVCKAWRATISDPIFIRAHLRHSATKQEQDPCVI
ISPLIMDNVIPGESRPSTFSNQFRFYQWHHLQANGGSTPSSKQTATHIYTKDLGSGEVIRQMGYFAFCDGLVLVRTDTKL
YLLNPATRDSLTLPDNKRNKLGREFCNSAGLGLDPRSGKYKVVRAFYRSLDITTNAYGMGMEVFTVGAGRRRAWRKIAHD
VPYPVCRQQSSLSVKGLMFWRIDKVRHGHHQTPPRGLLHLNLADESFGVTRLPDSMDPALDDTFFMDMLHGELWLTACTS
RTPDTLTIWAMPVDDNGGQGQWEQRYSIVGYPLIFRPLALLPGSGDGSSQVLFWNRLRLYSYDLATSMLTIECELDRMRY
QGRKARKWKNLCKFTARLYTESLVPLTAY*                                                  
>Sbic_09g027720                                                                 
MMIGNKRRAVASGAAHFLPEEMMTEVFLRLPVKSILRFRAVCRSWNAVLSSDEFCCLHMARAEAEPAPPSLFFTSPTAGF
DATAVYLSSSSGPDDGLLFTLDDVCGGDFIHMTPAPCRGLTLLHDPFAPAYYVFNASTRAVTRLPPCHNAHYVTAGLGFD
ARTKKYKVVRLFRGDPGDKQHIKCEIYTLACDHGNGWRPPAAGVPFRFCRAAVAAIHHARWDKLLPVYANGCLHWLLCLS
FIVKRPRAAILSFSVTDETFAWVRSPPFEASGVHLVELAGHLCMVRDLRHVGVLEIWKLNDCSSGGWSLEHRIDLLQHVG
RDVVIEPEIVRVIGSVGSCVSTKRIVIATSKRKVIVYDPVSQTVETVTAIRETHSSYQAENLALTSVSLFQESLVPVHQT
NEERALSAPLAKATREILLRLPGDCTMRFKLVCKQWLSLIESNSFVHSYHSHNNMDKRPKIMLVGKGITWDRITRGSGFS
FTPCSKLLQRARRHDIWLDTKVVCSKPCHGLNLLSTELKDYLYNPCTGFCRMYHTRGEASVHVPWNIRSYGCVPECLHAF
AVGSKNVGLGFNLSTQDHVIVEMFYHMKDFKSRRYFLTCIVSECTRGSVSDGFPPPLPVSDMPPVYLAGVLYWMTDPRLG
ESDARAVVSFDITRSEFSVIPCPQCIAKWNCGIASSAFLVELEGTLCAVLADPDAEELSIWKRENGQWHSAYTVYLEGWP
GYSLGANVVVPWAIDPKDGKILLNTGRKLGFYDPARRFIENLYDLEEVLRVRSTEQSSHIGVPENLCIAKCKHDVERFCS
QKSLFVQHKVSDDPSPALSGNSSACSSGEQCLDRRNSLHTEIIPLVPILYGESLTSFPRKRKSNVLLDILASQFP*    
>Sbic_09g028330                                                                 
MAAPLVPREEGLRQEGAVEQEEEDRWACLLPELLAEVLRRLEASGGERWPARKDVVSCACVCRRWRDVAATVVRPLPESG
KITFLASLKQPGPKDFPIQCFIKRNKKNSLFYLYLGLTNNPMMPATDKGKFLMAAKRFRRGAPTEYIISLDADDISQGNK
AYVGKLRSDFLGTNFKIYDSQPPYDGAKASSTRSIRRFGSRRISPQVSSGNFDVGQVSYKYNLLKSRGPRRMLCTMECPS
VQETWENSLKVMSFRQTGSTILRNNAPRWHEHLQCWCLNFHGRVTVASVKNFQLVATTDTSHPDSVDDAEIVLQFGKVGD
DIFTMDYRQPLSAFQAFAICLSSFGTKLACE*                                                
>Sbic_09g028610                                                                 
MEPKRVLAGPDRLSSLPAELRDEILVRLDLRDAVRTSVLSRTWRHLWKSLSVLSLSFPFGTHPSVVDSVLLPYIGPRVSL
FDICVDDESAGRIDDWFAALSRCRVESIHMCGRLRSGYFNLHSSIFSFGDLVSLRLRCCNIPPLPVGFAGFPTLQELDLI
FVVFPANGDKQLEAIIRRSPLLRTLDMFDVCISDDYPESVIEAPNLRILSIYSEYDYGWRFGELPCLEYANIDLLFCPQH
ERDFGDFLARFAHVQKLSLFSPADDVKMPYTLPFTFYNLKNLMLSMDFTEMRPILFMFTLLRSCDNLQKLEIESRDVFGQ
GFEADWEFLNALWTDGMCASLQIVQMSRVIWLPNEILLMKLILSKARLLRTLYVDTHPDDFDDPIIDLLKCKRASAQARV
LFEGLAQQY*                                                                      
>Sbic_09g029460                                                                 
MDSDSEEGDFSTYAQVERAFNSMEGPSAQERIDCIVPFLVSLLPAPYVPALEVEPDSDDDRFSLTSSDSESGASDDHDAL
AFAAVPGDGEDRISRLPDTLLADIIHRLPTKDAGRTATLSTHWRRMWAGTPLLVDDAHLLGAGGTNDVPVVRALARCVAA
HPGPVRGARVTRVSFHAHEYALRRLVADLADKDVRDLILVNRPWPLDMPLPDDILRCASLERLYLGVWKFPKTTAAHPPV
FPDLRELGLFHSLVRNEELDSLLAHCPKLEVLSLVMSYHEPLRLHLTSNSLKIAVEWMSSFDEVVVEDAPSLERLLFQSI
LGRKPVKIFRAPRLEVLGVLDLDLHKLEIGGTVIKAGLKVSASNMVPSLKILAVKVQFECNREAKMLSTLLKCFPCLETL
HIMPTPSETPDSIHEHDLRFWEHLGPCECLESHLKTVMLHGSLVEGHGAGFVRYVMREGKTLKTIAIVCSDEEASGCRES
AVGRSGEITLCIATPRWCFQAAIDLSLDDPFGSVRPQA*                                         
>Sbic_09g030125                                                                 
MEETPACGGGLCDDAVMEILVRLPSESVLRCRAVCKRWRRITTDGSFLAAHSARRPRELMVVTPSRRVNTIALSSFLDPA
AAVARRLGGFLCDAVQRDKNGTEMRLPSSLLYSLDGLIVFQGIWGVSDICFVVCNPVTRQWTKLPALVPKPCFTAYPCGF
YLHRSSGEYRLLCHGDESAPWAWCRPGPPGDRYYVLAAGGSQARRLCRAPEGSPIISGYETPVAHADILYWFSKHPESKR
TGKMLAFDTASETFRLMARPPGVTTAALLELDGSLCAADVVQQAPGVAARLDVWALQDHDHDTAESWTLRHRMEVTPPPR
SLSYNGTFPASRAISAGDGSSSILIGDHTFPVVILCDLKHKT                                      
>Sbic_09g030410                                                                 
MSAPATEATSFSSFDDLNADVVAEILFRLPSASVLRCRAVCRAWRDVASGPEFVAAYSRRRPLELVVQRHGDNGVLDAIP
LATLDEASRRCLHPGYPSSNSNDPAAAATGTGGDQYSLMGSCGDLLLFERNHRAGAGMGGDRQLWVCNPVTRQWSPVALP
HRNGKSLLCGLYLHRPSGEHRLLFLTNDTCRDITGPASHYVGSLELDTYRYRYRRVGGPALAAVYFLMGLTITAQCLDYH
GKLHWLHHPEVTETDKILAFDTVSETFRRTMPRPPLLGTKKQYGEMPILSLLEMDGKLAVAATPDLDSSMRMDLWVLEDY
DSDDGESWTCRHRIDLSALSLPPSRLLRHPCCWAMGAHSDDDVILLGDMASLSLLLYHLTEKRVLKRIQVVASNKKSPQT
TYMWALVFRDSLDTHAFFHLHTPGISTNSSM*                                                
>Sbic_10g002320                                                                 
MKKRKAPDGTAEPCSGVGGGDRLSCLPDELIGRILSFLPTPQAALTAQLSRRWRRAWAHVAALNLSVQDCVRSGKGPRFC



ALATAALARFPTPVIPAISVEVDHHIYLVDEWYGRAMARAVGSVRVTSLRGLNFLRLPPCTHAEALDMTAPRTTLTLPDP
EPEADLVFGRLAELSLALLQLGGARPLDEFLASCCPRLRTLRLRRVRGHPVRRLALRTGTLEVLDLDTVDDLATLDVVAA
KLRCLSVRSCFRLLPRDGDGDGDGRKVTVSAPRIEAICWYRSYPEQLTFRDGGLEHVRRLAGPLKLPTLGRRDQFDAPHT
TQLLRSCALAVDRLDMELVVPDEMALLNWLGAPPAAEARATCEDLIRHVPALPCVRVLSLKIRWGFGGGVGPCLASFLSR
TPSLTRLRIHASTYCLTVYEADEEAPPPPPRGKQLQWKRSDVVGADEQRVRLDGLREISVDGLKGTDSEEHRLVQLLLAS
APPSLERMSLTFRHAAASIVDEIAAEIPVHFPMATGRWDRCTTSVLTWTRVGCMEWRVR*                    
>Sbic_10g003360                                                                 
MAATQSLSWSDLPPDLLGLVIKNLPSTADRVRLRAVCHPWRSNALQFLPPRLPWLTLPDGAFLRIPDGEVIRMPLPDGAR
CHASIDNWLFLMQSNGECSLVNPFSKAMVELPKLATVWSQDSSNATSGLHPSLYKLVAPLDSSPDSLVAVLILDEGNLST
VCICQPPIVTDTSSTRAMHPMQVFHDVTFFNGKLHGLSSWNKLFVFDIDYDLSDKPKISCIKCIIDYGEGLRDLPQPLSR
GMVPMKKEYLVECSGRLLKAALATNNRQWRKVSNLGGQVLFVGRHCSKSFSVVEHNGIQGDCIYFMCDYNPSHANPLYDS
GIYNMTTGVISPLLSETMALPQQHHHGRWCPTWIFPADYM*                                       
>Sbic_10g004550                                                                 
MDPEKQRQHDGDGDGDGAAAAEADIERLPVDLLAHILSLLSSFRDLSMAGGASRRWRCAVERALASRRRLSFAGQRTGND
TAARLIRAAVNLRDLDISRSCWGCHITDEGLIKISSADCVGNLTSISLWGLAGITDKGVVHLVSRAYSLQHLNIGGTFIT
DESLYAVANSCTNLKSIILWSCRHVTEAGLVALVNKCRRLECINVGGMRVPPESFVGLLSISPALQIRSIHRILNAGVGV
QVS*                                                                            
>Sbic_10g004602                                                                 
MAARQCSSWSDLQPELLGLVLRRLPSLADRVRLRAVCRQWRHHARLEPLPPPLPWLTLLDGTFLSVPDGEVHRLHVPDDA
VYNHGSTGNWLFNSDINGMCSLANLSLRLSYSFSIKYATGISICQPPMASAIRVPNHERMLILDIAFFDGKLYALSRKNL
FVIDDMDSNYYYNIAELEYPNTAYDWGNVNENPFRDCGVFNMKNEMVTPLLLETPAVRPQ                    
>Sbic_10g007530                                                                 
MEDHLMRRTKRLKRCHEKPVCRQRGAPIQFSDLPVDVLGTILSKLPPKEMVRTSVLSNEWKHIWTVCPKLRFDGAAMCGQ
DVAGTQHYTRKFIDNVNGVLKQYHGKVVEEFGVKFEFDAMLAEHLDCWVNFALSSRAKNLALDLLPARWGLRPDRYRFPI
ELFDGGRISRLQHLQLSCVSFDEPSSQLCGFPNLKKLDLDVVNITRKGLEDMLSNCSNLEWLSIGRCHLDNDELRVHRPL
PRLLYLNVAYCAISKIEFIAMNLQTFVFQGSWINFYLGTALALKDVKLYLIGKITLNLAMTVLPFLFPRAQNMILHCSLP
LKMPWPQGNGSKFSLLKYLQLKFLVLPEDLLNLLSLASFLSAAPFIEKLEIHFAIRTLPQGSELIRRLPGSTYRYLKNLS
ITGFAGCTGQVELLLHIVENAPNLEALTIDRANHYGSIEEHVWQSRSKALDIARRHLDGRLSENTKVSIM*         
>Sbic_10g024600                                                                 
MESTAGPRKRQQATSSASGSVAPHLPEELVRNILLYLPSRSVHRCRAVCKVWLQIVSDPEFAVDHHRLQPTVPLICFLRG
GAPAGTKAETETETTTGPVDVDCCVDAFDLGAGGSFRPVVRFTDKEERCRGGFHIHGSCDGLLLLSFEDRFYVCNPATHQ
WTRLSTPLRASWFAGFYRHDPTGEYRAMFYRGRWPSEHEDYYIMVPDSRRGRGIGLPAERDGYKFRGQPYGPPVLRRGHL
HWMPRQTEAGYGILAFNTTTEALTVMCPPVVREHMSLAEVGGELAMVSCGNNNDTMVELWLLKDYEKEIWVCKHRIRLPA
AVKMSTFTFDESWRMFFMSEEGVVVVTPEQKLVHYDMNGTLLETFPCDNGRHLKIAPYTFKESLVRHEFFEAQDCNAGDH
EDEPELQPPFFQGL*                                                                 
>Sbic_10g026280                                                                 
MGSSSNERRSASRWSELPADVLVTVLEGLAIRDLCRAGAVCRWWNAASSHVRTQHRALSRPRTPCLLYAAAAAGSSSSSP
SDSEPPAATTSAATLFSVTDGRSYPVPFAGGASIAEGFWLGASHGWLVTVDDHAEPHLVNPVTGQRIDTLPSVATVAQVR
RVHDGEGGAVVADRYTVYEYNSSLWVYDPANAATTLDARELIRYLYVRAIISSDPSDGDGDGDCVVVLVYWPQYQLCFAR
PGDAHWTWIRPPTENTQYCDCAFDGDGRTLYAMRHDGAIHAFDLHGRPELEREVVLRPQVQGGKTTTNYLVHAPWLRGGA
GGSWLQVWRKMGASKPTVTTTTTPAPVAQESAWRTESISVYQVDLAAQTLVEIKSLGDHALFVGCNYSFALAATDSAGVL
PSHVYYTDNEEQYALYSPECPRDIGIYNVGDGSFHQIQPPCPWLNWPLPTWIMPSLRYKG*                   
>Sbic_10g027720                                                                 
MAMNSAGGDDGGGGGSKRQRVDGLDDRCEAVGSDAIPVDRISALPDELRMHILTHLSLKNAIRTGALARGWRDLWKRRWA
HCASLEVHLRSRNDLRRELDTMESEPRPRRRLDRFSLIVRISTLKASELRRFLNYTAECGVEDLHVKTLRSTTASKLNFH
LPLSSPALACLSLSEITVSMFYKDTLRPFHALEVIRLVSVFFRCREAFGEMMALCPSLLTLDLRSCKCIGNGWEFDRLPP
NLRSLTIADCGRITSLDFVRVPSLRSFRYSGWFSNLPLSIPRDAVLSDLYIQLYDSVTMKEWNIDKLRKSLPKDLSSLNI
LTICYKALMGAYFSSADGASAQLPNFNLHSLKELHLLMLGMKAVNLSSLYLFLKTFQCPNLERLFVQFPDYKYVPIEGSI
DQVWEEPPEDGLDNLVMVKVMGFNWNPDEVQLVTFLLKKARSLHKLLIVSRNVTPVDSHGAPEADILLLKEALVNGKIML
ITSDNAATQPYHEAYIKLL*                                                            
>Sbic_10g027730                                                                 
MAIGSDSGGGGGVKRQRVDDRCEAVASDAFPVDRISALPDELRLHVLTHLPLKDAIRTGALARGWRDLWRGRWAHRASLE
VHLRSHDDLGRELDVLEREPRPRRRLERFSLVVDISNLKSSELRRFLDYAAECGVEDLHVEMLQGTIASRLNFHLPLSSP
ALACLSLRHICVSKMYHKGARPFHALEVIRLASVSFRREAFREMMALCPSLLVLDLRCCSCSGWVFDRLPPNLRSLTIAG
CDRITSLDFVRVPSLRSFRYSGCFSNLPLSIPRDAVLSDLYIQLYDSVMMKEWHIDKLRKSLPKDLSRLNVLTISYKALT
GASVLSVDGVSAQLPNFNLHGLKELHLLMLQTKAVNLANLYLFLKTFQCPNLERLFVQLPAYRLKPTEGSIDQVREEPPE
DGLDNLVMIKVMNFNWCPTEVQLVSFLLRKASSLQKLLIVSRNVTPVDSPGASEADLSLLKEALVNGTIMFTESDNAATQ
PYHKAYINL*                                                                      
>Sbic_10g027740                                                                 
MAIDSGGGGGCSGSGSGAKKQRLVELDDRCEAVESDAIRADRISALPEELRLHVLTDLPLKDAIRTGALARGWRDLWKRR
WAHRASLKVHLCSRDDPRRELDALAREPRPRRRLERFSLIVDTSYLKSSEFQRFLDYATECGVEDLHVETQSRSTTAAAK
LKFHLPLSSPALARLSLRDIPVSMFYKGAQQPFQALEVIRLVSVSFRSEAFTKMMALCPNLLTLDLRLCRCNGYGWVFNR



LPPNLRSLTIARCDRITSLDFVRVPTLRSFRYYGCPSNLPFSIPRDAVLSDLYIQLYSYDPVPMKEWNIDKLRKSLPEDL
SSLGVLTICYKALTGASVLPADGASAQLTNFNLHSLKELHLRMLEMKAVNLSNLYLFLKTFQCPNLERLFVQFPNYRYAP
MEGSIDQVWEEPPEVGLDNLVMVKVMNFNWNPAEVQLVSFLLRKAKSLHKLLIVSHNVTPVDLPDTPEADLSPLKEALVN
GKIMFTKSDNAATQPYHDAFIKV*                                                        
>Sbic_10g027750                                                                 
MFRPRVGPAPSPFTSAAPLLLSGFCAGGERKGWVFLPKLENGQEMAIDSGGGGAKRQRVDEQGDRCEMVGSDAVPMDRIS
ALPDELRQRILTHLPLKDAIRTGALAHGWRDLWKGRWAHRASLEVHLRSRDDPRRELDALEHEPRPRRRLDRFSLIVDIC
KLKSSELRRFLDYASECGVEDLHVETRKITAADKLSFHLPLSSPSLACLSLRRISVSSMYYKGARSFQALQVIRLHSVNI
TQAAFRKMMELCPSLLTLDLRDCDCDDCFWNYDRCLVMPQNLRSVSVTECDGFTLLNMVPLPNLRSFHYSGHFVEAPFNL
PGDAVLADLYILFADSVSIKYDAKRLNSSLPKDLSGLNVLTICSNVLPVASFLTDDGKSAHLPNLNLNSLRELQLLMLKM
DAVNLADLYVFLKTCQCPNLERLFVQLPKSSYGPMECSTDEVREEPPENGLDNLVIVKVMNFNWHRTEVELVSFLLRKAS
SLRKLLIVSPNIAPLDLPGVQEADLVLFKEALTNGKIILSESDDAATQPYHFEVPSSSCQ*                   
>Sbic_10g027760                                                                 
MAYQLHGGGGVAPDLNPLPAIGGEQAPPAAAEVDRISSLPEKARQRILSFLPLKTATMLGMVSRSWSRLVSKPQWPCDSI
LGIHIRPATATQGPCHCPLVTHVRSDQIAPLLANELASRGRGPGPGHRLLRFLLNVEDAQTRPADFDSLLDYSADCDVEH
VVVVVDARRGPPELSFNFPRASHHLLRLVLFGVGVNEAHRPMSQFRSINTLEVMTIQNTSLGDLDLRRILLSCSRLRILV
LRNCRVLTCVNVTAASERLARLTVVECPQVEKISASTALGLHSFRYSGAFLRSVALPQTCFGDLYIRFTKSRVSSQIQYH
SWLNALPNLSNLVVLTICSNALKLPEVKGESFMDAVRGLAAEEPMMDDFNNLVIVKITNFKWQCNEIELVHFLLRKASSL
QKVILVVPKGTITERDQSGNPIFPDVNLLRFEKFPTKVKVVVLNECLGAKIREFHRDVFLEYY*                
>Sbic_10g028340                                                                 
MEWDSESDGAGSVGAGEEEQEQEEEEEERRSEGGGGDAGGAGGMFTFAIEGMLRASGPCGLVVTDALEPDCPIIYVNRGF
EEATGYRAEEVLGRNCRFLQCRGPFARRRHPLVDAAVVSEIRRCIDNGIEFRGDLLNFRKDGTPLMNRLHLTPIYGDDET
ITHYMGIQFFTDANVDLGPLPCSMTKEPVRSTRFAPDNSFRPISTGPEHSNFCREYSSLFQLTDEVLCQSILSRLSPRDI
ASVSSVCRRLYHLTRNEDLWRMVCQNAWGSETTRALETVPAARRLGWGRLARELTTLEAVAWRKLTVGGAVEPSRCNFSA
CAVGNRVVLFGGEGVNMQPMNDTFVLDLNASNPEWRHINVSAAPPGRWGHTLSCLNGSWLVVFGGCGRQGLLNDVFMLDL
DAKQPTWREIPGVAPPVPRSWHSSCTLDGTKLVVSGGCADSGVLLSDTYLLDVTMDRPVWREVPASWKPPSRLGHSMSVY
GGRKILMFGGLAKSGPLRLRSSDVYTMDLSEEEPCWRCLTGSGMPGAGNPAGAGPPPRLDHVAVSLPGGRILIFGGSVAG
LHSASQLYLLDPTEDKPTWRILNVPGRPPRFAWGHSTCVVGGTKAIVLGGQTGEEWMLTEIHELSLASNSV*        
>Sbic_10g029370                                                                 
MSMSKLAVGVAGGWADLPRDLLESVLARLPVPDRVRFPAVCTAWQSAHTAAGIQHAALSPWLMLPFNPTARVDSVDDNDG
SCAKLTVVRFLSLAEDRAYAIRQPAPAARERLCVGSSPDGWLVTADACSELSLLNPVTGAQLRLPPAATLPFVDARRGAD
GRVESYGLRFSFFDGGCGEEETLVPPETLAPDRLRFEVYEKAVVVSAPRRCGTSASSWGGYAVLLICQPLGRLAVARAGD
AEWALLDADAPGRCWVDAVRASSSSARRDHQPVYTMDAAGRVDAWDTDAATAPRAVAPSCVCTARACAMSAACRKYLVEL
SPGCLLQVHRLREAAHARYAWEPRPEHVEYTTTGAELFEWTAAAGRWARADGRVVLGGRALFLGKSVSLCVPADDAGVRS
DCVYFTDDGPWSHNRCHEVAPDVGVLDLTDGSYRPPRGAARDLLWKWPPPVWVFPSLAD*                    
>Sbic_10g029550                                                                 
MADVQGDKEAGLEDDDFPDDGPLVPEDPGEGGEPRSGGDEEEEDDVDGLASFLESEILSGSNDEDPIDQEQRKQEEDGGA
AKNKRKQGSGSDGHGCSGSGSEGEQTKRARREEMRRQAKGKAVAPQIDTGMFSNIPPELFLQIFKFLSSEDLISCALVCR
FMNAAASDETLWRRLYCMRWGLASNAKFRECAWKNLYIQRDREDMVEFVRNTPTEFKEYYIQMQAAKRSQTPHPSEVNDD
KVMLDKTVADQVSSWKNSRGLTDEAVKGHSCSGNTCSYTQIGDAYICEKTGRVHVCDDACREFVLDQSSGLLLCTISGHC
FERWLCPDDEWEADDNFQDLQQAGVVDEAEPFMGSGRYARAIMLGYNCTDEKELEDALGLC*MADVQGDKEAGLEDDDFP
DDGPLVPEDPGEGGEPRSGGDEEEEDDVDGLASFLESEILSGSNDEDPIDQEQRKQEEDGGAAKNKRKQGSGSDGHGCSG
SGSEGEQTKRARREEMRRQAKGKAVAPQIDTGMFSNIPPELFLQIFKFLSSEDLISCALVCRFMNAAASDETLWRRLYCM
RWGLASNAKFRECAWKNLYIQRDREDMVEFVRNTPTEFKEYYIQMQAAKRSQTPHPSEVNDDKVMLDKTVADQVSSWKNS
RGLTDEAVKGHSCSGNTCSYTQIGDAYICEKTGRVHVCDDACREFVLDQSSGLLLCTISGHCFERWLCPDDEWEADDNDL
QQAGVVDEAEPFMGSGRYARAIMLGYNCTDEKELEDALGLC*                                      
>Osat_LOC_Os01g05880                                                            
MADDGGIIAALPEDVLLQVLSRVASVKSLFMLAATCRRWLRRFTDRAFLLDLWGGQRAGDLLGFFFHLQRIKVSTFGFLP
VPSSPLRPLASSGSSNSVQPLAARRGVLLMRLPITRLLFLSNPVTGERHVVPRLEEYSDLGPYKVTSYAIVVSDDLAGKP
QQPASSGRFTFSQLLVTTKHANSITMYVNSYSAAGGWAAPAEFLDLLRFSLAGRSTPSAVVHRGAAHWLCTDDVASATRG
DRLYKLSVEVGVPAAATPRVSMTNLPVRAGGATATLLCVGGDGELTIACVFPMHVRIWKQQRRGDGDDDAAAWRRDVMWM
TLPAPYPYCVPLMHGLDMGSVAMMYRSSGAVFVVDLDKKVIDRAMDCFLPLRIGREMDLPPVPYEMDLVEFFLLQLGGLC
GGGSTSTG*                                                                       
>Osat_LOC_Os01g05890                                                            
MADNDIMAALPEDVLLQVLSRVGNVKSLFMLAATCRRFTDRAFLRDLWGGQRAGDLLGFFFHRQRNSASTFGFLPAPPLR
PHPLQLRRRAPDGAPRHPPDAAFPLQRLVRGDQPPPRPLQPYHQRAPRSPASEGPLQPWFLRRHQLRHHLLRRPRREAAA
AIFRPLHVLAAARHHQAQEHQDRVPPLVLRHAQQLGRARRVPGSPPLLPGGRGIIVIRRRPPRRGALAVHRPRRERHPRR
LPVQELSVEVGGTATATPRVSMTKLPVLDGGTPTPLLCVGGDGELTIVCVFIMHVRVWKQQRRGDGDGDGAAAWRRDVIW
MPTEVSNYPKSYTMAHGLGRRGSVAMMYSSTGAVFVLDLDKKVMEKAMDCLLPLRMDHSLDRPPVPYEMDLVEFFLLQLG
GLWLYAAEVIYRIIN*                                                                
>Osat_LOC_Os01g07160                                                            
MASPRTKKRKTGDERSAACGVTVTLPDHVVTEVLVRLPARSLARLRCTCRSWNAEVSLPGFQDRHHALAAAKLTFLEPAP



THMGSYRIRRRLSRRTLPWLSNCFDCPRVIGSKPCWGLVLIARPCEGYSVCNPTTGEILHLPRSHRPHCATVMGFHAPAR
EFKVVQLGIDEEVVGKLHAIVLTVGDARGWRAISSFQLGLGFTDDAASIDRDVQPVFADGCLHWSFRTNYLDKPHGVLSF
SLADESFRRVPQPPFSMVDLVPVHLNGVRNYRLLRAKGIRSGSGEEVAMPVGKTLAELDGRLCMVRDVRHRSDHDVLLEI
WKLQDYDTGSWSLDYRVDLPAPGQRQRQLLTAPWLVVPLTYLGGSPPGDKKRKLLVATTAHEAHVYDPDSGTLRTVASID
SSGDGDDDSIRLLLYQESLVRLPGMQHGLGNIKFVQLSNSEHM*                                    
>Osat_LOC_Os01g08830                                                            
MSAKVPRRLEANSVGMADWAGLQTDILGVIVKKLAVPDYLRFRAVCTSWNHLCRDVFNCPRIDPWLMLPTNALNDSKFLC
VPERKNQTIRLPSTVTIFGSTWIPVGSSHGWLIFYSPSHGTMQLVNPISGMQFNLPPIGRRAFSKAMLLDMNDTNFTVAV
ILRDQKGYKVTRKGSNSWSSVESKHDLVDIFKHRRQLYTVDIYGTVQLWAEPPRSWPDEDAPQVNDPYHNLIHYPHQHGK
LNCLVESPAGDLMRVKRQSNDKFVVWILDKGTFSWEKVDNIGDFALFVSYYSSVCYRAKDHLNLKSNCVYFIDSYSNLCA
FNLENRTKELVEALEPAHAHGHPEPHAVRRRPEGQRYMWLIPSLR*                                  
>Osat_LOC_Os01g17390                                                            
MLALVATFVLACLVFLSKPCAREMRLFLSTLCQELALALLGFLAGLRLLGGVGAGAAAETTMPLMPSFKRKRAAAVEEGG
GGGGGGGGEEAGGEPSVLDLPELAIECILARLPPSELRNMAGVCRSMRERCRGDHLWERHMSEKWGGVLGHAAREEWRTY
LASAADTGGAAASCSLAGGGRHRRWLAALSCVCPVVSWMRPRADGGSGGKSAGPVLDDSIMSWYLSMESGKFWFPAQVYN
REHGHVGFMMSCYDAELSYDFHSDTFRARYPPHGRRTVVLEDGVHWDRVRAPPVDTHAHDLHASDCLHELRPGDNIEIQW
RRNKEFPYGWWYGVVGHLESCDGSEHFCRCHLSDTVVLEFNQYTPGSRWRQALVNRKDHREEGNEGDGFYGGIRKLRSKD
EISKWRQLWPTDILE*                                                                
>Osat_LOC_Os01g22430                                                            
MEQVSSSSVTGELLEQEAPPSTPGLDWSQLPADLLIRIFGTLEITDIFSSGVVCRSWHASYLEARRLGICSNNPGPCLVF
SSSDRDPSVATLHSLTTGKDYYVTMPDPPFRTRYIVGSSHGWLITADERSNLLLVNPATQAQIAMPPPETIANVKIRCNG
EGMLDGYDLFTMDMSSRDFDDEAEPIDLSWEEGRFYFYMRVVLSADPSSGNCTVMILHLLHNLLSFARVGATHWTWINVN
ELCWNYHDVLYNDDDRLFYAIRGNGDVHAINTNGPSPILRVVLDAKNSLINCAKYIVLSESGDLLQVWRYYHYVNNNKER
RTRELVVYKVDLVEHKLVELKDIEGHALFIGFNSSFLRVEDFPMLTPNSVYCTDDTVHYIYHSRFGFREVSAFHLEDSSF
TDLLPIGSRLNWPPPVWFRPSYSKGTLCHNSAD*                                              
>Osat_LOC_Os01g28150                                                            
MSPKQTLPLWLSLHSSSTGRGEVLWTESVRGAACRQVASAYTAINSTLKGEMNSKKSKCTCTLTDDLVVDILSRLPLKSV
CCFKCVCKSWASLFSDQYFCTKLPRRPAGLLYQDSNNSSIQIAKLPSGNSEIGTSLSFMPHHENLKLVDCSNGLILFTHG
SKSDSPDSSHFIVCNPATQEWIALPDTCPRVNGSDYIAMLAFNPSSSCHFFVFNFQKRRSPHSGVFVITEVEIFSSEDFT
WIADDAFETEIMMISMPHVLLHGVLYLRTVEHSVFAIETPHMYKPWIHRWTFELPGDSCPMNNYIWGCLGESSGILHYMQ
PNYDGCWLNVWRLESRHQQWSMTHSLSMIDAFGRGTLVHGDPFSVDWSADYGMLSFDLEREIVFLHDRVSSKVLSYSIRT
GKLCEMGDLPRNSLYYVPYWRKFPVVEEDQYWL*                                              
>Osat_LOC_Os01g28300                                                            
MDADSGDFGSGNKLPDDLTLDVLSRLPYKSFCRAKCTCTGWLSFSSNPHYCDKLPKPLTGFLYQKSDSSAIEVASLCPDD
RSFDTSLSFLPRYEWLELTDSCNGLVLCKYGRNTSSPSVANFVVCNPATRQWMELPETLLEPEGHSYATKLAFDPSWSPY
FYVFNFEEKRNPVERWACISKVAIFSSRNSTWFMDDKWEPSNQISVDCQPHVLLGGKLFLQTSSCRVLVIDAFHNTEQPS
HWIFDLPGYKPTSPMVDCLTGYLGHKSGVLHYVQPDTGGRTLLVWARDGYPHGDWNLKHRLSMSDAFGQDIFLDEHFDGF
LSCHYDIQSLDLERGLVFLCHFAAERLLSYSLSTGKLTKIRDGLRRYLYYVPNCSMFPAKETEKDQDVSEP*        
>Osat_LOC_Os01g34220                                                            
MDWASLPADLLFSISSHLREPEDFVRFRAVCPQWRAAVSHKEHAFFQPWIMASRWLEDEYSENVLFYSLSTLKTIKVHVP
DMKSRRIAASGSSHLIAIDKDDDLSAVLINPLSGKTTALPRLPKFFHDNGAHGWITGEGVITVVLNNWMSENMALWYRGG
GITMKGWAVVPRWKLRLRVSHYLRKLAAYGDQMEMHLIDLGGDNEDSVVLLQETKKVELLGGCWPRSDEVFKATRPCHHE
WFSLYRNVEQEEIPVHDIGNVMVVQSRDSCTRTYMIPASRDFAALGSRNAFYYLWKQFDAGGSYNALFKKCLASEVLTFV
KRLPEDWKLSDEWFMPSLKY*                                                           
>Osat_LOC_Os01g34270                                                            
MDWASLPADLLFSISSHLREPEDFVRFRAVCPQWRAAVSHEEHAFFQPWIMASRWLEDEYSENLVFYSLSTLKTIKVRVP
DMKGKRIAASGSGHLVAIDNDDDLSAVLVNPLFGKTTALPRLPEFFHDNGTHGWVTGEGVITVVLYNWMSESMALWYHGG
GITMKGWAIVPGRKLWLRMPYYLRMLAAHGDQMEMHLTDLDRDNDNSVVLLQETQKVELLGGCWHGSDELFKATTPYHHE
WFSLYRMVKQEEIPVHDIKNAIVVQSCDSCTRTYMIPASCDFAALCSRNAFYYLRKQFDDGGSYYALYKKCLASEELTFV
KRLPEDWKLSDEWFMPTLKIGTL*                                                        
>Osat_LOC_Os01g37670                                                            
MNPPELMDDLVDEILLRLPPDEPACLARASAVCKRWRRLLSDRAFLLRRRRRAPPPLLGFLHNLDNADHPDRFVPTTALP
IPPPPPELHCGMALDCRHGCALLDAYPSRIDLVVWHPMTGHLLRRLPRPDVPYLLYYNAAVLCAAAAAGCDHLDCHEGPF
RVVVVGTEEDNEAWATVYSSESDEWSPPTSARLARGPEFCVEGKPATLIGDSLYFALVFGIGVVKFDMKRHRLSLIDPPA
ELDDGFVLMPLDNDGVLGLAAVEDHSLLSVWSMDVSLDHGHGVANWEKCRVIELDSLLPNLDHSTPVLPIGFVEGANIIF
LRTDAGVFTLELRSMRVTKVCKNGFFYAVVPYTSFYIPGVHLQQQHSGPQISNGRAWGSQAANMRRGSSEQPRERAPLHQ
QRRAGRPVNSQRPTGDMVRSSGRASRLASQVRPPWRP*                                          
>Osat_LOC_Os01g39670                                                            
MEAVIAECRPKPLFTTGPFLSAVGGGGGGVDRISGLPDDLLFVILSKLPVRDAVATSALSPRWKSLWSSVPLRLDDAGLL
HRRDGTRLGREGVAATVSAVLAAHPGPVPAASVGCCLSSDDQGYQLGGWLRALAAKGVRQLCLMGAPWSPRAALPSAVFS
CSSLRRLFLGSVQCNWDLIPDHACFPELREIQICNALMKSQDLSLVLAVCPALETVEILASRNKIPTVRMSSHTIRNTLL
WKSVAKEVNVLDTPCLSRVVLWQDLLLPHSRYNSKVTISRATKMRISGYLDTGINTLVINETTVKVNTNISFKTLIPSVK



VLGLSVHFGVRKEALMSISFLRCFPEVETLHITSKTDKASEAEQFSFWGKVDPVECVTSHLKKLVFHGMPWCPGNLEFLK
FIVEGAYLLEKVLIVLPKGTYTSMHSVITKLKLAPLTSASWASHICKMEVVQSSQGTLSYQRASDHSVDDPLDYSL*   
>Osat_LOC_Os01g41250                                                            
MDETLAAVLSYLPPPTFSTANSHPSSPSAADAAAVFSLDEEDRISRLPDALLRRVVSRLPTKDAARTAAISSRWRRVWAS
IPLHLDDGGLAPGDVTAALAAHPGPVASARLASAHLATVDPDVVASWFASLAAKEVGELAVVNGSWPIEWRPPPDLLGCA
SLRRLWLGLCQFPDTAGLPPAFANLQEIVVVHSSMQDRELHAVLPRCPELESLALVLTQDYPRYVHIWSGSLRCVVLWMS
MVREVHLDDAPNMERLLLEPIAGASTHVKIINAPRLKVLGYFDVGLHQLKIGSTVIKDGIKVKPSAMVRTLRTLALKVQF
GVEEQVKLVPLLLRCFPCLETLYIMSVPSETPVNVGVEFWDLVGYTECVHSHLRKFVFQAARGKDSELAFVKFVMGRAQM
LEQMLIFVDDGSSRVVVLSHLSSEGCVSADATVVVESHDKSYPWNFHRASNMLQSDPFACSSCCRSCCGCGSCNQ*    
>Osat_LOC_Os01g41260                                                            
MDDIMRAIFACIPGMRSPASPGGCLSAAFGGGDDDGEEGEGEGEDRISRLPDAVLSSIVSRLPVKDGARTAVLSPRWRRV
WASTPLVLDDADLLPDDDGPQIFWRDVADAVSRVLAAHPGPFRCVRLTNACSYAGSRGAAALSRWLGVLAAKGVQELVLV
FLHAWPVRVEPPADVLRVSSLRRLYLGLWRSFPDTEHLRPGADVFPNLVELGICRTDIKAKDLDRLLQCSPALETLAFVV
SYNTQPNVRVRSRSLRCVLFWMSIAEELAVVVAPRLERLILWNGCPCTRRVRRDFRTRVKIGYTPELKVLGYLEPRIHVL
EIANTVIEAGTKPSPGTMVPTVKVLAMKVRFGVRQEAKMLLSFLRCFPNVETLHIMSAEADEPTGKLNFKLKFWQDVAPV
ECLKAHIKKVVFKNFRGERSELAFLRFVLERAQILQTLVVVLTDGDGDHASQEELGNRLKPLIYSTHRASKCAEFFIFVR
CGGTSWSFRTASDLSRSDPFDC*                                                         
>Osat_LOC_Os01g41270                                                            
MPTLVAAGGMRATERARHPRSSHGPRPHLDHIMARAMCAHAMEESTDTMEGIMRVVLTCLPTPAPFSTSHGSLSSSAGGG
GGSGGGGDDRISRLPGALLSNIVSRLPARDAARTAVLSTRWRRVWASTPLVLDDVDLLDIPDEDLRRGHSHRVDLAAAAS
RVTRVLTSHRGPYLCVHLTCCNMATHWPMLSYWLSLLAANGVQDLVFANRPYPLDLPLPVDILRIPSLRSLYLAFWTFPG
IPGGARGPHVFPHLRELGLCFISIDAQDLDGLLQCSPVLETLALVSNSYSPAHIRVRSRTLRCVLFWMSLAQEIALVVAP
RLDRLILWKTFMGFPGEIFCRTRVKIGYATELRVLGYLEPRMHELEIGNTTIEAGTKMSSDKTVPSVKILALKVRFGIRN
EAKLLPVFLRCFPNVETLHVMSDDAHDPTGKLNLKFWHDVGPIECLHSHVNKVVFHMFRGERSELAFLKFILERAEALQK
IVVVLANRDQAWVDEMRAKLRPLAMAKRASKNPTLLIVALEGGSAWSFHRASDLSVNDPFDYC*                
>Osat_LOC_Os01g41280                                                            
MTMDTILHLVYSSLPENPVSPTATLSAAFTSSSSAGGGGEDRISALPDDLLRHIVSRLPTKDAARTTALSSRWRGIWRST
PLVLIDGDLFPQGPHISAAAGASLRSIRDAVANAVTRVLASHPGPLRFVGVINFFLGRHVDALADWLRLLAAKGVEDLVL
VNRPWPLDVRIPDTILRCASLRRLYLGVFRFPDTTGHPRGPDVFPHLQELGICHTIMDDGDLDHVLACCPALEKLALVAG
YGTPSRVRVESRHSLRCVLLWWSMIDELAIVDAPCLERLILWGTYPCEEEPIKIEIGYAPQLTVLGYLDMGIHALHIGGM
IIKAGVTDVSPMAKVPSVKILGINVNFEARKEMEILPSFLRCFPNVEALHIKYNVDESNGELNSKFWQEVGHIECVESSI
KKVVFDQFRGGANELEFIKFILERAQMLDKMVFVVDPENSAFVDQAMSTMKSLASTDYTSASKKCSLMMVGYRKGPPAFS
YMRASDLSLSDPFFVSKDIQVTV*                                                        
>Osat_LOC_Os01g41310                                                            
MGDIVRQILGWFPGHPASGNGATLSAAEGYGSEDRVSALPDDLLRNIVARLPVKDAARTAALASRWRRVWSSTPLVLRDA
DLLFSAGEAAGVAAVGRALAGHPGPFRVVHIEHCMFAFHRPELAEWARLVAAKGVEDLVFVNIPVHYFDVPLPADILRCA
ALRRLFIGNWNFPATSGFPRGADVFPHLLELYIWNTVMSARDLNHLLACSPVLQSLALALNSHPNRVRLCSQSLQCVLLF
LSKAEEVAVVDAPLLQRLVLWKISTSYDTDDELPVKIRLACAPELQVLGYLEPRAHQLQIGETIIKADTKVIPSSMVPSI
KVLALRVNFCVQEEIAMLVSFLRCFPNVETLHIESDIDDEFTGQPHAKFWQEVCPVECINSHVKKIVFHDFHGDKCELEF
IDFIARTAQELQALLLMLTSKTYGPVVDVDEVNSQLGVLSFASEECITSLLGPKVQMVHIFHRSLDLSVDDPFL*     
>Osat_LOC_Os01g41530                                                            
MDAAGEEGGMTYGEVVDYFNSLQDPPAQERIDCIIPYLISLLPAPFVPAPPDAASADDSEDDHFSFTSSDDYSAAEDARS
FPSPPPGDGEEDHISRLADDLLSEIISRLSTKEAARTMALSTRWRRVWTKTSLLVDDAHLRDADNEVSLVRAISRCVDAH
PGPVRSARITHVAFYHHEYALRRLVASLADKNVEDLILFNRPWPLNMPLPDDIFRCAYLRRLYLGAWMFPEVAAAALVNL
RELGLFHCIIPDRDFDALLSLCSKLEVLSLAMSYNCPSRLRIKSPSLRAAVEWMSSLDEIVVDGAPCLERLLLHHAIPVA
ERTPIKIVSAPRLEVLGILDLQLHELQIGGTTIRPGMWMFVKSSAKLPSLKILAVKVCLAIEREIKLLMTLLKCFPHLET
LHIKSIPPCASPEIANCADVWESLGSCECLKSHLKTVSIQGFHTERYEVLCLKYLILEGEVLETVAFFCEDKVCFAAKDD
EAVEIELMFPKNLVQDRWSFQSAIDLSLDDPFFYAVES*                                         
>Osat_LOC_Os01g45020                                                            
MEIFIRLPAKTLARFKSVCKAWHTIISEPFFIRSHLRHSAFKHKQEPSFFVILHALDNVVEITFSNNVPVFRWKDGQGNA
CLVHAMDFHGEYQIINKMSHCDGLVLFPTDTKLYVINLTTSDVLRLPDNQESDTLRQATGLGLDPRTNMYKVARYFYRSV
DHTIGTYDAAMEVFSIGQDAFWRETSEVPPYPVRSMESPIHSKGYLFWNIDERFLKGQSRGFLCFSLEDETFSLIPHPCP
YLPLNHGTSLVSELDGELCVGLFISGQQQLWMYNGNQWDQRFSINVPGPNDLYIPLDILPHDQLLLQRGPHLYHHNHQSS
EDIKEVARMDQLNYQSPPGEPYVYMENGYQLLFLSAIIQAYLTKNFLFNLKQDGKVLPNGPVVISPDVYFLHCTRKVASS
LQYLHILDDDILHYYPLAKTPKSGGDRLYEEHHMSLRLHVWRDTDKLSYKKMGIPKGKIFIINPKVSLSFFPSCRRLQFL
ELLEDAISKC*                                                                     
>Osat_LOC_Os01g46500                                                            
MAAETRPSRYRRLRKASDLSTATTASPLSKRICMGKKCTSYEDRISSLPEEILLMILGKLDTRTTVTTTILSKRWRDLPR
CLPTSYNLAVDDILPPRYHRLKRLNMEAKAAYETEKIVHKLTDIYAIKARHERWMTTIRPLTAILERYERRAMRRYVKQV
NAFLLAPKNVRQRWPVQKLRLQTLGRWHENIDEWITTAIAKWGVEDFELVVDGFCLGYDLKQLDTYRSLRLERLALSNCE
AVCAWNCLTVKRLTKLSLSEGSFMGLLNDILANCVQLTDFRVAFSSYYRAKVRIYAPSSKLKNLQVDRCNFGKIYLICLP
CLETFVCRGRPTKLSYGEVPQLRHVRLDYIQTEDNDIDDESGTKRTYPPSKFFKKIPKLDSLVLQFKGTQMWIEPFVVLS



EFSQLKKLFIANVPVNWDILWILLLLDATPALESLHVHIDNNSEDRTAGDLCASLDVGVQQDRYRHLKELVVAGFDGLGW
QAGFVRLIMKRSPLLRRVHLLDGEVRDDEGELGDLQIVPRHREWHECERAEVLDDLTTGFRWPPQIILE*MAAETRPSRY
RRLRKASDLSTATTASPLSKRICMGKKCTSYEDRISSLPEEILLMILGKLDTRTTVTTTILSKRWRDLPRCLPTSYNLAV
DDILPPRYHRLKRLNMEAKAAYETEKIVHKLTDIYAIKARHERWMTTIRPLTAILERYERRAMRRYVKQVNAFLLAPKNV
RQRWPVQKLRLQTLGRWHENIDEWITTAIAKWGVEDFELVVDGFCLGYDLKQLDTYRSLRLERLALSNCEAVCAWNCLTV
KRLTKLSLSEGSFMGLLNDILANCVQLTDFRVAFSSYYRAKVRIYAPSSKLKNLQVDRCNFGKIYLICLPCLETFVCRGR
PTKLSYGEVPQLRHVRLDYIQTEDNDIDDESGTKRTYPPSKFFKKIPKLDSLVLQFKGTQMWIEPFVVLSEFSQLKKLFI
ANVPVNWDILWILLLLDATPALESLHVHKTELQVISAPASTSVCSRIDTVT*MAAETRPSRYRRLRKASDLSTATTASPL
SKRICMGKKCTSYEDRISSLPEEILLMILGKLDTRTTVTTTILSKRWRDLPRCLPTSYNLAVDDILPPRYHRLKRLNMEA
KAAYETEKIVHKLTDIYAIKARHERWMTTIRPLTAILERYERRAMRRYVKQVNAFLLAPKNVRQRWPVQKLRLQTLGRWH
ENIDEWITTAIAKWGVEDFELVVDGFCLGYDLKQLDTYRSLRLERLALSNCEAVCAWNCLTVKRLTKLSLSEGSFMGLLN
DILANCVQLTDFRVAFSSYYRAKVRIYAPSSKLKNLQVDRCNFGKIYLICLPCLETFVCRGRPTKLSYGEVPQLRHVRLD
YIQTEDNDIDDESGTKRTYPPSKFFKKIPKLDSLVLQFKGTQMWIEPFVVLSEFSQLKKLFIANVPVNWDILWILLLLDA
TPALESLHVHNCR*MAAETRPSRYRRLRKASDLSTATTASPLSKRICMGKKCTSYEDRISSLPEEILLMILGKLDTRTTV
TTTILSKRWRDLPRCLPTSYNLAVDDILPPRYHRLKRLNMEAKAAYETEKIVHKLTDIYAIKARHERWMTTIRPLTAILE
RYERRAMRRYVKQVNAFLLAPKNVRQRWPVQKLRLQTLGRWHENIDEWITTAIAKWGVEDFELVVDGFCLGYDLKQLDTY
RSLRLERLALSNCEAVCAWNCLTVKRLTKLSLSEGSFMGLLNDILANCVQLTDFRVAFSSYYRAKVRIYAPSSKLKNLQV
DRCNFGKIYLICLPCLETFVCRGRPTKLSYGAR*                                              
>Osat_LOC_Os01g47050                                                            
MLAHLMTDVMEDNSSWTALSIDHIRISAFNFGIVSEDNDEGKEFLLSLDTVVPDDILERIFTFLPIVSMIRSTAVCKRWH
DIIYSSRFLWTHMLPQRPWYFMFTSNESAAGYAYDPILRKWYDLELPCIDKSSCFVSSSCGLVCFMDNDSRNAISVSNPI
TKDCKRILEPPGAKFPDYSTIAIKVDRSSHNYTITLAKCKQVPEDYVRWDFSLYKYDSQSSSWVTAVEEVFIGWRGGDDS
VICDGVLYCLIHSTGILGNIEPRHSIIMYDLIAGPSKASLMQSSIPAPCSLTCGRLLNLREKLVLVGGIAKQNRPDIIKG
IGIWELHKKQWQEVGRMPHKLFQGFGEFDDVFASSGTDDLVYIQSYGATALLAFDTKQKQWKWSAKCPVSKRFPLQLFTG
FCFEPRLDITT*                                                                    
>Osat_LOC_Os01g52980                                                            
MCCVSPSPSASATSSRRGQIIAPDSPPSLRSYSDDSPPSTRAPAVHPEVEFEAKPAKRARVVPGGGGGGGGADAAAGDGR
DRISDLPDAVLLSILSFLPFRDAGRTAVLSRRWRKLFDESLLDFNACQPFPPEEGRGCEWVIRSITDILAARPDVRIRSF
RFVMYGQGFADHLADVDRWFRTLAHRGVRQLDVDMLYTVPAPLLPGSILEFSSLEILRVFNCNFLDLSLPVLRLPVLRTL
DLSNVSMSQGFLQAMMSNCPSLECTKLKNITGLDKICVRSRNLVRLFGDFSYLKELVVEDAPNLEELVGIGLPLAAAKVK
IVFAPKLRVLGYLGKSVRPLVIYDTVFDGGIVQFRTLMRSV*                                      
>Osat_LOC_Os01g54850                                                            
MARTPRKRRRRRGGGGHDYLSGLPDDVILAILSRLTTRQAVTLSALSRRFRVLPSQFGRVDSALVADPALPLPSLPARPS
FIRRLSFAPQTRRFSSSAFGRLLDAAADRGLSELAVRLPRSAFLPQNLLSIRSLTVVSLDSCALPRWCPAACPGLRTLKL
HHVAIPQRMISVILKAAPVLETLEMVYCMGFAGSCSMESSTVRNLLFKSALEQREVTVKMAGLRTITLYTRPKVQSVRLD
PAPEIRKAYLHIARPRVKLQFRIRPFLDAGTGLTCLTLRGMAIKLLSSEYKDTPNLAVQFEDLRILSVSLDFSNERELIF
LLKLLESCPNLQQLTLSAVDAKDDTALPNFADHEERLSKLSCLTKSLEQLKFLGFRPQRYQKELFIFLLTQATNLKKMAV
EFPKDQEAAVRRILSVRKAPTQKKTTKYKQYYLELEYPVEPNCS*                                   
>Osat_LOC_Os01g55430                                                            
MVPWRRSSSSSSAPSSRPARRPARTNARVSPDVSSELSPLAGEEGAGEERWSALVPDLLADILRCVEAGSERWPPRRDVV
ACASVCRRWRDVAVAVVQPPLESGKITFPSSLKQPGPRDAPMQCFIKRNKKNSTFFLYLGLTQELTDDEKFLLAARRCRR
GLHKEYAITINSDGLFHGSQSCVGNLKSNFTGTKFTIRDWQPPYEGAKAFSSRSGRWFGNKHRCPLVSTGDVEVGEVSYK
YSLLRPRGPRRMSCSVQCPVLKGTAVDPQDGKRLSNSIPSSLVLNSKVPSWHEHLQCWCLNFHGRVMVASVKNFQLIAPV
EPGEPSDKTVVLQFGKIDDDVFTMDYRQPLSAFQAFAICLSNFGTKLA*                               
>Osat_LOC_Os01g56390                                                            
MEGHEGGEEEGLGDQFERLPDEVLLDVFGRIGDVKALGRCALVSRRFHALVPLVDSVFVRVDCVISDDPPPSSAGSAQAA
AAAEGGPPAARGRGALAHLARLVLGGIVRPIQALGQILSPAAATVSRRSAAPPAAPAPAAADVSHHSPSEVLRSFKELRR
LHIELPTGELGIEDGVLLKWKADFGSTLGSCVILGASSVTSKPPPPPAAPPPTAADSSAASPDSSREPDELGNIPESLYT
NGGLKLRVVWTISSLIAASARHYLLQPIIADHSTLESLDLTDADGQGVLTMDKRQLQELRVRPVSASGNSHRTLMPALSM
RLWYAPHIELPGGQLLKGATLVAIRPSEDVLREGGGIEVAGPTGASWILDAFEEPYRTAAQVLLKRRTYSLEMNSF*   
>Osat_LOC_Os01g59180                                                            
MLQLLLISTLPAFTLMLVAPAATHKHCKLVRELGLVALLLVRELLHHSASAACAWGGEGGGSSNKERERERGVRIMPSKA
KPEPALAAREEGEEGTEAELNAAALPLLDLPELALERVLEELEPPSLAAMACVCVALRDRCSADTLWGRHVNRKWGRVLG
AAARKEWEAELAARRSSGALPRPARRRSLADSLACAWPFSWITCRWLKGNAVAAEPAAATPSPLPSPATDTVAAWYRAVE
CGEFSFPAQVYNREDGHVGFVLSCYDAHLRYDRRTDTFTARYPPHGRKPAKEESGVQWSRVRSPPVSTPAHDLHASGCLG
DLRPGDHFEIQWRKNKDFPYGWWYGVVGHQETCNANEHLCRCHEDDMVVLEFKHYAAGSRWRQTTVSRKDHREKGDETDG
FYGGIRKLQTSDEISTWRKFWPVDVLN*                                                    
>Osat_LOC_Os01g59910                                                            
MSASDLPDELWARVLELGAGAGAASSALGFRDLCALAIASRRLRRLSLHPSLWSALLSRDFPTQSSQPSSASSSSSQQQL
HPKSVYKTKFERHKVRMAEARRRVVFEAEGRVLACRRRLTQLEESLQEEGEKMKTAAQELDNLERVRRASVALNVWQPQV
VRGRQKQLVQQCTVPVDSRLSDVNMELKVCKQQIATYKNIYNKEKEKLNEYEEALKRAIYHPLQSSHTSSIANEPQAKRK
KRK*MSASDLPDELWARVLELGAGAGAASSALGFRDLCALAIASRRLRRLSLHPSLWSALLSRDFPTQSSQPSSASSSSS



QQQLHPKSVYKTKFERHKVRMAEARRRVVFEAEGRVLACRRRLTQLEESLQEEGEKMKTAAQELDNLERVRRASVALNVW
QPQVVRGRQKQLVQQCTVPVDSRLSDVNMELKVCKQQIATYKNIYVCDLGLDCNCND*MSASDLPDELWARVLELGAGAG
AASSALGFRDLCALAIASRRLRRLSLHPSLWSALLSRDFPTQSSQPSSASSSSSQQQLHPKSVYKTKFERHKVRMAEARR
RVVFEAEGRVLACRRRLTQLEESLQEEGEKMKTAAQELDNLERVRYVFFVQNPIFSCALFA*                  
>Osat_LOC_Os01g60920                                                            
MSEKQESMAKLLPDDVLTIILRCLAPHDLAMSRCVCKLWCTIIDTHRMLRVDLLPHSVGGIFINFHDLGLSEFFARPSTG
PTISGNINYLPLTSIVRGHCNGLLLLYSHISRPGMKQFYVVNPATRQWVQLPPPPRPDIGIMHLDNLYLAFDPTLSSHFE
VFQIPYVDVFRHRSELNPAIEGIEWPPSTCVLHVFSTRTRQWEERSFVREGEAAGSLAIIRRDFPNFLHNAVYCRGVLYV
RCQTNFVMRISLSDGKYRIIKPPVEIERYEESNIYMGLSQKRVYCTFFDDPDIIYILDESYGKMEWVQKNAISCLVIHAF
QQTDGPWTLQDITIMNILMRTDMTTVRQ*                                                   
>Osat_LOC_Os01g64030                                                            
MEHLPVEVIGNILAHLSAARDVMVASGVCRKWRTACRKHLHSLSFNSDDFPRDMTTRQLEIVITQTIFQTMGLQCLSIHI
DRTHEFSAAPVIAWLMYTRETLRSLSYNVRTNPNVNILEKCGRQKLEVLDLDHNTITGVEPSYQRFTCLKSLSLRHVSIS
ALDLSLLVAACPKIESLALDFLEVVTSDPQSTMELTSHTLKSLFAKSVGVDKIILDTDNLEVLNLNALNLDLFELIGKGT
LKHLKIDDVSVTHMDIGESTDHLEVVDVSNFTIVRPKLYSMISRASNLRMLRFWGVVFDDEDEIVDSETIAVSFPLLRHL
SLSYELRDGLLHYSLQGSSPLDNVSVLELGWTVISEHFGPWVFGMIERCPNLKKLVIHGVLSEAKTREERQMLASFTSFI
VCLMRKYVHVDVQFEYE*                                                              
>Osat_LOC_Os01g64700                                                            
MSFRSIVRDVRDGFGSLSRRSFEVTLASLYGLTGHHKGKTQSSLDELDDSPAIIPESRWASLPPELLREVIRRLEADEST
WPSRRNVVCFAAVCRTWREMCKETVLSPEFCGKLTFPVSIKQPGPRDGMIQCYIKRNRSKSTYHLYLCLSNVVTAEGGKF
VLAAKRHRKTTCTEYTISMVSGNISRSSRTNIGKLRSNFLGTKFIIYDTQPPYNGAVVPHVGRTSKRFNSTKVSPKVPSV
TYNIAQVSYELNVLGTRGPRRMRCMMHSIPASSVEPGGIVPGQPEQIVPRALEDSFRSTTSFSQSFRSTTSFSKSIMDPS
MDFSSARFSDISGSIMGGDDNGEIKERPLVLRNKPPRWHEQLQCWCLNFRGRVTIASVKNFQLVAAPSPPPAGAPTPSQP
GPADPEKVILQFGKVARDMFTMDYRYPLSAFQAFAICLSSFDTKLACE*                               
>Osat_LOC_Os01g65510                                                            
MDGEIGEDMLTEILVRLPYKSLARFQCVATSWRRLISGDYLRRRLPLITSGVLYQEGRGGGGGGGGEGRRRQAYTYACAS
GGGDHGGGVAEADMGFFPGHETSTIIDGCNGMLLYYASQPAAAFHVVNPTTRRWARLPPPRGKTLLSVLAFDPSASPHYR
VVCFTGWLPRGASVEVFDSEGGAWRDHELDFGLDTDAMSATMHYFDGAIHVLAYSGHVVRIDLGTMACAVTALPAPVSCR
ARAGHCRGRLRYASSDGTRLKFWELKNAATSEWALKHELGVNDLVAGEASGACQAVTFLFMAFHPDREMVYLWTPWKLVA
FDMEKRRVEEEWEVGPEKEKEGAHLIQIWLFPFSRHLANSLA*                                     
>Osat_LOC_Os01g69940                                                            
MGEVAALRQLVGEVQELWDLYGANSHPLPRWYLLDFEHGSIKDDHCRARTGYNSELLKIMEANQSPPRKRSRRDKNREKA
PNSNSTEEMQQEIWSEFPGDLFETVVARLPVAAIFRFRTVCRNWYSMLGSESFSQQYSEVPQRLPWFYTITHENASNNVA
MYDPSLKKWHHPSVPLAPAKIVIPVASAGGLVCLLDLSHRNFYICNPLTQSLKEIPRRSVQAWSRVAVGMVMNGGTSNEG
YKVMWLGNDGNYEVYDSMKNMWSCPGTFPPSIKLPLALNFRSQPVAVGSMLYFMCAEPEGVLSYDVSTGIWRQFVIPLPL
HLTDHTLAEFQGRVMLVGLLCKNAATCVCIWELQKMTLLWKEVDRMPNIWCLEFYGKHMKMTCLGNSGLLMLSLKAKRMN
RLVTYNLLNKEWQKVPDCMLPCSRKKQWIACGTAFGPCPSALA*                                    
>Osat_LOC_Os02g02350                                                            
MTSEIKHGGKLSCSGMDSDGPHTSLIHGLPDEIAILCLARVPRRYHNALRCVSKRWRALLSSEEWHSCRKRNNLDEPWVY
VICRSTGIKCYVLAPDPTTRSLKIMQVIEPPCSSREGISIETLDKRLFLLGGCSWLKDANDEVFCYDASSNCWSSVAPMP
TARCYFVSAALDKKLYITGGLGLTDKSPNSWDIYDPVTNSWCVHKNPMLTPDIVKFVALDGELVTVHKAAWNRMYFAGIY
DPLCRTWRGTENEIALCWSGSTVVMDGTLYMLEQSLGTKLMMWQKETKEWIMLGRLSDKLTRPPCELVGIGRKIYIIGRG
LSIVTIDLDTVRADGFLVSSSTGPLVEHDFPPERCRVISI*                                       
>Osat_LOC_Os02g03810                                                            
MGDDVGAEILLRLPAKAVLRCRAVCRSWRRITTTAYFVAAHSRRRPLQLLGYTGLAVDSSSSPYSYVFTVGVTVGDTVYW
GRRQTDDRGQMSAFDTVSETFRRVAPPPPVSHADEGPMFDMHGALAVTAMKSTEPYMDVWIAAAAGGENWVRLLRVELPP
GHYYSGEVKPHGYGKAVLDDAGVLLVAMNGCPSFLYDTKGKRMVTGELLSSYQRFYLPELTLLLLTTLSQKYHHR*    
>Osat_LOC_Os02g03910                                                            
MVPRGAALGRGRGVDEHPRDGDPVGDGFPGEREGEEEERVVEAEVGGGELWAEEVQHIATPTATQLGAAAMNDDVVAEIL
LRLPAKSVLRCRAVCRSWRRITTADYFVAAHSRRRPLQLLGYTGPNDESLRDDEFLVTSAPVNAETMLICNPATRQLVNL
PPVSTGGVVVDRNDLRLHSSAFYFHRPSGEYRVLCYRKGTNYILSTGSGEARRLGPVPDQQRRTCSFSAVTVGKTVGESV
YWDRREVDDRSRIMAFDTVSERFRAVAPPPVEHADEGPLLDMHGRHARRGGDAGGAVPGRVGQRRRRRREMGLGVRHQGE
EDAQLLSS*                                                                       
>Osat_LOC_Os02g03980                                                            
MNDDVVSEILLRLPAKAVLRSRAVCRTWRRITTAHYFITAYSRRRPLQLLGHTDPSDHFTSVYTLTSLPATAVPRIDDGG
DIAGCRRLLQRGRFCLSLVTTCDGLLMFRRVQKGGMLICNPATRQLVNPVSPEPSSRPKDNELRTLGFYFHRPSGEYRVL
CHRPLLDNTTYILSTGAAEPRQLGGGPDYHRCTMFVGETIGDTVYWCRPRYLQNGKPQISSFDTVSEAFRLLPPPPVSLA
EDELVDMIDMHGTPAVWTMTELHLDVWALDEDERWVRRLRVEMPPPPAPLAYWSKGSWKNAVATFESGGGGVQMVVVTWA
WKLLYDDTNKDRRVVGRTVALLFRDTVDISGTPIVGFMPTGRASSGWNLARRTSRRTASPIYSSVEYKHVVTSY*     
>Osat_LOC_Os02g04000                                                            
MNDDVVSEILLRLPAKAVLRSRAVCRTWRRITTAYSRRRPLQLLGNTDPSYYFTPFNTLTSLPATAVPRIDDGGDIAGCR
RLLHRDRFCLGLEATCDGFLLFRRVQKGSMLICNPATRQLVNLPPVSPEPSSRPNDNELRALGFYFHRPSGEYRVLCHRP



LLDVDATYILSTGAAEPRRLGGGPDYHRCTMVVGETIGDTVYWCRPRYLHNGKPQISSFDTVSEAFRLLPPPPVSLAKDE
LVAMIDMRGTPAVWTMTELHLDVWALEEEERWVRRLRVGMPPPPAPLAYWSKGSRKNAVATFESGDGGVQMVVVTWAWKL
LYDDTSKDRRVVGRTIVPRHCGHFWHTNCWFRAYRESLVRVESCTPDLPPDGEPYLQFC*                    
>Osat_LOC_Os02g05700                                                            
MEWDSDSEGSGDEEEEEEEEEEEGVEVGGGGDGGVGVGVGGGFALAIEGVLGACGLVVSDALEPDFPIIYVNRGFEDATG
YRAEEVLGRNCRFLQCRGPFAKRRHPLVDTTVVTDIRRCLEEGTVFQGDLLNFRKDGSPFMAKLQLTPIYGDDETITHYM
GMQFFNDSNVDLGPLSVSTTKEIVRSTLITPDNTIRPSPMGKGFCSEHSDLFLLSDEVLCQKILSRLSPRDIASVNSVCK
RLYHLTRNDDLWRMVCQNAWGSEATQVLETVAGTRSLAWGRLARELTTLEAVTWRKLTVGGAVEPSRCNFSACAAGNRVV
LFGGEGVNMQPMNDTFVLDLNASKPEWRHINVRSAPPGRWGHTLSCLNGSRLVLFGGCGRQGLLNDVFMLDLDAQQPTWR
EIPGLAPPVPRSWHSSCTLDGTKLVVSGGCADSGVLLSDTYLLDVTMERPVWREIPASWTPPCRLGHSLSVYDGRKILMF
GGLAKSGPLRLRSNDVFTLDLSENKPCWRCITGSGMPGASNPAGVGPPPRLDHVAVSLPGGRILIFGGSVAGLHSASKLY
LLDPTEEKPTWRILNVPGRPPRFAWGHSTCVVGGTKAIVLGGQTGEEWTLTELHELSLVSSLV*                
>Osat_LOC_Os02g06520                                                            
MVGDQEGRRQRRRGWGEEEEDRISDLPDALRLQILSLLPLKSAIRTGALSSRWRGLWEQRWPDPSSLDVRLPSGGGAASA
SVAALRAEHLAGIDRRGRRRMDLFSLAFHAGQLAPPELKRFIEYAAACDVEEVRLRLDGGGGRGARGGTRRPGALAVHFP
IGSKLLARLSVRGLHLTASANAMVATLEVIHFHSVSLTDAALRRVVSACPRLRELELRYCRHLRRIDFTVGASNLKSLTV
VDCSRATELRVPSAPLLRSFRFSGAFLCSNIFGSTADCVEHLYLCSGGPETGLPRTNLPSAVPRLSNLTVLTLCSIALQY
VSASVATPNVEKSLNSLRELQLLMFGMANSNLADIYSFLKACRCPQLERLFVQLPTNTYDSFTTNYLEVAEEEPPEGGLE
NLRLVKMTNFKGYRNELRLVDFLLRKASRLNKLFLIAPKEVHPQGLRKVHSEALPHFLKTDVLHLERASAIAQIIFDESV
SPQILPLHSEVFVRV*                                                                
>Osat_LOC_Os02g08160                                                            
MSLPRLAAFYWPRLRAADRDDVRAAGMGHGLDPEGITITPLMDMVLGFLYQSIPRPPVSASASLSAAAATGDGGGDDRIS
LLPDDILRAVVSRLPAKDGARTAVLSSRWRRLWRSTPLVLVDTHLLPRRGGGRPARAGAASRAVADAVSRVLEAHPGPFP
FVSLSCSFIGDDAQRGVAARWLDLLAAKGVEHLVFVNRPCPLPGVTLPAALFNCSSLRRLYIGSWELPDTASIPLPRAAA
AAAFPNLRELVLGCVVMVDGDLPFLLAASPALETLAVFGILNTLRARLSSGSLRCAQFCLSFMEEVAVLDAPHLERLFLW
RNIKNTRVKIGHAPQLRMLGYLQPGVHQLEIGNTIIKARTIVRPGTTVPSVNMLALHLHFGVRNEVKMLPSFLRCFPNVE
TLCIEVESNPPFPALVVSSIIITALHQIVASVLHSALLSEEAPGRTSNIDVNFWQEAGPIECVQSHLKMMILREFQGEES
ELSFLKFVGENARVLEKMVIVMKLGRYSAPEEVAAKVMDLQSAKWAREGNKLGFLISRLRAGGSAWSLRDGTDLSCDDPF
MCL*                                                                            
>Osat_LOC_Os02g09580                                                            
MNGGFPRGKRGRNATATAGPDFLSALPEGILHHIMSFLNVRQVIQTCVLSWRWRDLWRSVPRINANYCELSMSPIAAFTP
DNEAAFKRFVNRLLERRDPAAVIHTFNLRYTISNPNNRDNDSADANRWISHALQNQASFLKIIVDAHELHLDHTVFTSCY
LGRITLKNVFLDQGFFEQLEIGCPLLQDLLLYDCIIGDDEISSETLNVLTMYGCQFPTLQESCISAPNLTSLIMHQPENF
VPVLDDVASLVTATVDLFPLIEFCAYDMRQLLWSLSGVRNLDLDYYACKMTIKNNPQLCPKFINLVDLTLGQWCLDSDFY
VLIIFLQSSPKLEKLTLKLEKYYPHPYEHIIGDELTERSFTCEHLKIVEIICMEDDEPLAKIVEGLFVDNGMNSVRFDIK
YWSQIPFQLPAFYRELYN*                                                             
>Osat_LOC_Os02g10600                                                            
MEDNNDEILDGQNEEVQSQVSLPQDIQRIIIGFLPGRTVLKFCSVCKFWRDCIVEPAFVDHHLNCALRFRQAIACFTSVD
NGLVQMYMFDPITVNFKRTEPVFSSRFHMSQPCNGMVCAYDLKGAAEVLNPTTRKHLTLPASESVYQAQYSEYFLGYVHS
TKEYKVVALRHWIKHLTFEVCTIGTLSWRTVRGSEEEELLKTTKPVVVNDEMHWLLLDDESSHFTRKILSFNLTDEKFSY
LDVPDSVRDRDLELVEGEGKLHLWSMPCKGAAYTESEIWLADSTRQFWVHLHNIAHPSVLGTKPFFMYKSKLFLGSQKRF
IYIDILDGTVCYVDIPSGENIISSGMFVESFVPALTGTGLVNSMTLLTGSRYAGSSSRGSGPSSRAAGSSSTRTRRSPAA
SRWSSAVVQSSKRAKRTINLVWKMYTEGTSKIQQGL*                                           
>Osat_LOC_Os02g10700                                                            
MVAFYGLGDGGCLVSAPAELAGMFCRGGVVVQQQQRKRSLVAASAVAAADCVVRAAKRQRQQRQPPSLDALPDECLFEVL
RRLPGGRERGASACVSRRWLALLCSIRASELNQATAAAAAAAPPSLPDLNEEFVMEEDDEEEESSPVVDPCVERVLEGKE
ATDVRLAAMAVVAGSRRGLEKLAVRGSHPTRGVTDRGLLAVARGSPNLCSLALWDVPLVTDAGLAEIAAGCPSLERLDIT
RCPLITDKGLAAVAHGCPNLLSLTVESCSGVGNDGLRAIGRSCSKIQALNIKNCARIGDQGISSLVCSATASLTKIRLQG
LNITDASLALIGYYGKAVTDLTLVRLPVVAERGFWVMANAAGLQNLRCMSVTSCPGVTNLALAAIAKFCPSLRQLSFRKC
GHMTDAGLKAFTESARLLESLQLEECNGVTLVGILDFLVNCGPKFRSLSLVKCMGIKDICSTPAQLPLCKSLQFLTIKDC
PDFTDASLAVVGMVCPYLEQVDLSGLREVTDRGLLPLINSSEGGLVKVDLSGCKNITDAAVSTLVKGHGKSLKQVSLEGC
SKITDASLFAISENCTELAELDLSKCMVSDNGVATLASAKHLKLRVLSLSGCSKVTPKSVSFLGNMGQSLEGLNLQFCNM
IGNHNIASLEKQLWWCDILA*                                                           
>Osat_LOC_Os02g10850                                                            
MDRRNQAPPVDSSACLCRVERSVAGAAAARLMPRAKACAQPSLRASIHPLKPKRSPGRDHRGGGGAGGGGGRQCPLIPGL
PDDLAVACLIRVPRGDHWKLRLVCRRWSRLLAGNYFYGLRRRLGLAEQWVYAVKRDGEGRVSWDVLDPARLAWRALPPVP
GEYAGAAGFGCAVLGGCHLYLLGGSDPRRGPMRRVVFYSARSNRWHRAPDMLRRRHGFGCCVMGNRLYVAGGEGCGVGGG
GGGGLRSVEVFDPAKNRWSFVSDMAASLMPFVSAVHGGRWYVKGLGAQRQVMSQVYSPEADAWSAAHELDAMVTGWRSPS
ASLGGRLYAADCKDGCRLRAYDEAAGAWSGRVDGGQHAGSSHAVEAAAMVALHGKLCVVRNDMSVSVVDVAAASPRWETV
VGKGQMKAFVANLLSAIAGGRGRAKNRVLHCQVLEA*                                           
>Osat_LOC_Os02g11790                                                            
MSDDELIPGLPEEVARECLLRVGFDQLPSARSTSRRWKAEVESPFYHRLRRARGMARPLLALAQAEPPLAAAGPANKYAG



LSTSYRLVLHDPVAGGWAALPPLPGAGGLPLFCQLAAVAACGGERRRLVVVGGWDPETWAPTDAVHVYDFLSGSWRRGAA
MPGPRRSFFACAAVGRWVFVAGGHDEEKNALRSAVAYDAEADAWVPLPDMAAERDEARGVCVGGRFVAVGGYPTEAQGRF
AGSAEAFDPAAWAWGPVQERVLDEGTCPRTCCAAPAPAAGATMYMLRDGHLAARDATNNGGAAWRAVASLPEDGRAVTAL
AAIGDGRVVAIGAGSHGGEQAVYLLTTGEGGDKNGAAQSWARAAAPPEFAGVSYWARAKSRFSLYTMFLCQLPRVALWGR
VEMAKPTHDMTKERDVCYRFMRAELPSHI*                                                  
>Osat_LOC_Os02g15950                                                            
MPLPSLLLPSPPPPLSLSAPSISLSPLSLSLSLSDLQSRSPEARLRLPSLLLLLQRAASEQPRRPPPPPPRPDGGGAGGA
PSSGASPPNLGRNRIEGSCVSYCAVRWMLAMGSEEWELYPSSFIGAQVIDYGHVSGDMDDDQSGDLAVSMDAVLPDDLLE
KVLSFLPVASVIRSGSVCKRWHEIVHARRQTWSKMVPQKPWYFMFTCSEEAVSGFTYDPSLRKWYGFDFPCIEKTTWSIS
SSSGLVCLMDSEDRSRIIVCNPITKDWKRLVDAPGGKSADYSALAISVTRTSHQYMVAVARCNQVPSEYYQWEFTIHLYE
SEINTWVSPFTELLIGWRGGDECVICDGVLYYLVYSTGVLVNNNEHRHCLLMYDLSTRPTHTSLMSMAIPVPCPLTCGRL
MNLNERLVLVGGIGKQDRPGIIKGIGIWELRNKEWHEVARMPHKFFQGFGEFDDVFASCGADDLIYIQSYGSPALLTFEL
NQKLWKWSLKSPVTKRFPLQLFTGFSFEPRLDIAS*                                            
>Osat_LOC_Os02g16760                                                            
MTLISDLPPELLPCIAGHLHAAVDVVRFHAVCREWRDALRYLPRRPSFLPWLLAPWPTPDDDTAAAGGACRCVFSRTTYH
APGLGIRDKRVAHYDGGASWFVGGLFVNPLTGRAAACAVDDPYLSDWIDNEGSRCIFSGDGTLLTCCFYDAGPPLSIYGA
IWCPDYQQVWKRLGDADSDERACAVAYHDGAAVCVDLARCYVHEIGGPAAGDQTTFLPLPDEPGKVRRRSYLLELRGELL
LASVLQDAGCTDDDDDDDDDRLSVSVHAFDLVAALNALDQLDAAVDGAGGGDPPSPSVWEKMDGATGDHVLFLGYPRSFA
VEAARYGGEVPGGSAYFVGRSKPCRVYRCSFEDDGTAATLVDTLPAGWNDERCMWFLPEPDIAPVIGART*         
>Osat_LOC_Os02g18614                                                            
MEGQGTHPAMPAAAVSVVLDDDDLLREIILRLAFPTDLVRAAAVCRRWLRVASAPAFLRRYRALHPPRVLGLFAKHAGAR
CSSLSPIPAGSPPPRAAPRRAPCSAPSAAASRCPCTTAATAAS*                                    
>Osat_LOC_Os02g18640                                                            
MEDKGTQPPEPAAAAAISSVLANDDLLREILLRLGLPTTLVRAALVSTRWLRLASDPAFLRRFRARHPPRLLGFYHTARA
RFQDEVPAFVPLPQPPELAAALRGARLRLAPGSSGSGPDAPVILSCRNGRVLAAEFPPDGPRVSIISPMHPARHPPALPL
VYELPRQPGQILHASCMLLFPDVGSDDPSYTFVEFLRKDQEMLAKAVSVRAEISDLNSVRESATIEIQESWERSIRRDVL
VNGNLYLLGGKGHVLGLNLASMRLFLFRLPDGVQQLHRMGNIELLRAGDSGLYLIHLKGFQIHVWFRASDSDIGGGNWEL
VDNICLGESFGQFAEPNWESGDALVALHRVEDNAEVFLRVDRVIFHIHIMNRTVNKVFEMSPEAYRYFDIFPFMMLWPPT
FPQLRNDHDQDQ*                                                                   
>Osat_LOC_Os02g21230                                                            
MANANMAWAELPKECLAGILRYLPCLPDKAMFSGVCRRWRSVASAHLTPMQPWLFMPSATAISFFCVACERTHHHQSPRL
PDDARGARFCGTFLECWVAAAEIPYDEPLPWNRFPALLNLRTGERVLLPRHLRTNNPGSTAINRIQTFVLSDSPSQTYRY
WVAAIVSGKPNLMFWSNNMNEWAPPMLKWDSGFKIWQKMLPKDPIEDVKYFYGGPLGGGFYVLNNKEDLLVYTPKADDEH
GELTMSSVKKFEVRRNPRSTMPGPGEVLGRYLVESQGDLAMVVRFVSTEKATVAFDVFKLELEPLSWKKITLDAFTDRRI
FLVRGFSMVVEMRNPCLPSIYFLDDSARIDGAGASTSQAQQVQGPFPCGDTGRCCEQGIVRCLPREPPSDSSPWTWFYLP
QNDGLREWYEMHVFKQQE*                                                             
>Osat_LOC_Os02g21240                                                            
MSSPPPPPPTEMAEGEVESRDWAEMPSDALAAVFGKLDVTDLLVGAGVVCRAWRRLAAIDPTLWRRVDMSHQGDIMEVDE
AVAMARAAVDRAAGTMEAFWADSFVTDGLLLYISERASSLKSLQLSMCLNVSNEGMAEAMKGFPRLEELDITFCSLYGDV
CASVGKACPELKCFRLNERYTLQMDYAAPDIMDDDTEALGIASNMPKLRELQLIGNKLTNDGLMSILDHCQHLESLDIRQ
CYSIQMDDALKSKCSRISDLKLPHDSISDFKYRAYIFSSSAFSGSDLELDMYDDLLDVVTDDDDADFDDMDDYDDGGSDG
GMYDEFDI*                                                                       
>Osat_LOC_Os02g21260                                                            
MPPPPPPPPEWADLPVDAVLAVFERLGAAEVLMGAGVVCRSWLRAATREPRLWRRVDLTACFDPTVDMEAMARAAVDRAG
GRLEHFAAERFVTDELLLYVAKRTSCLKSLRLRDCIKISEKGLVAVGKTSPCLEELELTTCTISILLKAVGEAFPNLKCL
RLNHRWFDVQFDEFRDNFHALGIACSMHRLRHLQIFANRLRNNALAAILDNCPHLESLDLRQCFNVDVDAEVRAKCARLK
DVRFPNDSTKDYEYETFIETPSLDSLPLPFPAAVPQWPFHGNDEDDDNDGDQDDDDDGDQDDDDLGGHRVTEYGFIIGDY
HVRGRIIHHE*                                                                     
>Osat_LOC_Os02g28600                                                            
MAAATSDHLSGLPDDLLRHIISLLSAKEGAATAVLSRRWRPLWRQAGTVNLDTEPYLYPAAYRGNNFPEHRRSAFVGHAL
AALAACESPRVLSLRLVSEEIEGGAAEERCAGVVDAVLDAPAAARVEELRVRCAVSWLCEHGSCERSSSSGTWRLRLGSL
PCAAATLRVLHANDVGVERLGDGDGGVVLPLLEEMRLVKATVSPETLQGVIDAAPRLANLRDRCIELDVSRLRSFVNERS
LPGRFSLTSPAPDLASADLHFHDHRSYGDKDPNNLTVPMWSCLRHLHGVRVLKLQLDFYAEYIAVDADDADDGVLATFPN
LEYLELDAHCKDDHDMATELTVASVLRWCPAIRELRLRLSVADAEGRVNVIYNSKRHMIHHARMMRNSFGQDVQTKIYVD
VTNITTSSP*                                                                      
>Osat_LOC_Os02g29150                                                            
MELGKEALVGVSMDHMRSSMQRGGLPPEMLEVGMELMRVLVGDSIPDPPVSTLPRLAPAAAARAPADGVDRISRLPDELL
RDVVSRLPARDGARTAALSTRWRGVWHSVPLALVDAHLAPQGRGGGGVVAAVSRVLAAHPGPFRCAHLTTTSMEAHRGEV
ARWLEALAAKGVQDLVFVNRPWPLDLRLPAALFACSSLTRLHVGVWRLPDTRAVPRGAAFPHLREMVLSCVVMEDRDLAF
LLDRSPALEKLAIITCQDGARVRLTSRSLRILQVCLTVVNYVDVVDAPRLERLMLWMTSKHRSCLSSMVKIRNAPKLRSL
GFMEPGMHELEIGSTIIQAGMKLSPSTVVPSVKILALEVKFTVRYEARMLPSFLKCFPNVETLHIHSAVEDEPTGKSKLN
LKFWQDAGPIECVQHHIKKVIMREFRGTKSELTFLKFVAERARKLERMVVVVTNGCFCSSGCQGDTQAQMETLMASAKWA



SEGSKLVAFENPHSQVGTPAWSFQFAFNFDWSDPFDYGYDQASLGEPVSKRKATELKSLGNKAVEKKDYLSATGFYSQAV
DLYPDDATLFSNRSLCWHHMGDGHKALLDAYECRKLRPDWLKAYYRQGAALMLLKDYESACETLYDGFKLDPGNSEMEDA
LRYPFCLFRPHYGSLFETDYLVD*MELGKEALVGVSMDHMRSSMQRGGLPPEMLEVGMELMRVLVGDSIPDPPVSTLPRL
APAAAARAPADGVDRISRLPDELLRDVVSRLPARDGARTAALSTRWRGVWHSVPLALVDAHLAPQGRGGGGVVAAVSRVL
AAHPGPFRCAHLTTTSMEAHRGEVARWLEALAAKGVQDLVFVNRPWPLDLRLPAALFACSSLTRLHVGVWRLPDTRAVPR
GAAFPHLREMVLSCVVMEDRDLAFLLDRSPALEKLAIITCQDGARVRLTSRSLRILQVCLTVVNYVDVVDAPRLERLMLW
MTSKHRSCLSSMVKIRNAPKLRSLGFMEPGMHELEIGSTIIQAGMKLSPSTVVPSVKILALEVKFTVRYEARMLPSFLKC
FPNVETLHIHSAVEDEPTGKSKLNLKFWQDAGPIECVQHHIKKVIMREFRGTKSELTFLKFVAERARKLERMVVVVTNGC
FCSSGCQGDTQAQMETLMASAKWASEGSKLVAFENPHSQVGTPAWSFQFAFNFDWSDPFDYGYDQASLVSPR*       
>Osat_LOC_Os02g33310                                                            
MHCAKKAKVESQSAESLDRLSSLPPELKVAILSKLNVVDAIRASILSSAWRNVATYSVRYVSHLRHITVQIYYTDSDINN
LISSCPRLNTLRLKYFKGINRLRIQAQAVQVLEVKGSFEDFHLHAPNLSNVYVTLNKTKVADRSKNYMMQAFVSLTGIEA
LVMKRCMVALPQTFEGFKRLSVLNLKYIYSTDADIANLISSCPWLKTLHLKYFEGISCLRIQAPALQHLEVQGNFEDLHL
HAPNLLYLTLDKTETEQCDAVAGDKKNYPKEAFVSLTSIELSINGPSLTYLSEGCLLTKPPGVLDRLRKVLGACSIFRNA
PMLRELEIQSFSRPDDSWSQPIWDHDQTEIKEPTLHHLLTATITGFVGLEYEVDLVRLLLRWSPALEELKVVRDDEDVLN
DACMCESLTKLLALPRASTKAKIIAI*                                                     
>Osat_LOC_Os02g33400                                                            
MFDNCEVTIIVSGAMHRAKKAKVEPSSALRSDKFSSLPQEIKVTILSKLNSLDAIRASILSSAWRNVWTTLPEIYLCDLY
LSWGSSETTQRSNFITLVDLALLLHNGPLASFSILGFKRYHDVFDRWMYMLSRKKPRSITIKFYSGHNYKIPSNLFSLSD
LEYLQIKRCIIGLPQEFEGFKRLTVLNLKYFSSTDSDINNLISSCPLLSTLCLKYFEGITCLSIQAPALQDLEVKGNFQD
FHLHAPNLSNLDVSLDKTEAQQSVVVEGNRKNYLKQAMVSLTSIVRLVMKRCIIALPQEFEGFKQLFVLNLKYFSSTDHD
INTLVSSCPWLNTLRLKHFDGISCLRIEGQVLQIVEVEGKFEDFHLNAPNLSHVYITLDKTEAQQSVAVVGDMKNYMKQA
FVSLTSIEELTISGSFLTYLSKGCLSMQLPGVFDHLKKICIEKCFWNWTEVLGACSIFQNAPTFRELEIWSFPRPEAYRR
KTIWDQDQTEIEEPTLHHLVTVAINDFVGLNCEVALVGLLLSWSPALEDLKIFRAKNVNDEYMCICKGLTKLLALPRASS
KAKITVI*                                                                        
>Osat_LOC_Os02g33840                                                            
MADNGGHEDAPPNGDHHPPAIVANGDDQEPAANGDDQAEAAANGGDQAAAANDQAAAENDQAAAENDQAAAENDQAAAAN
GGEHEEANRDLPNVAGIRAPRELRRVEVDALHQVLLRMPAAEVARCSGVCRRLRDLIATDSFRRGHQRHRSRHPMPLFFY
RLDHWAFPDRVRVHLRAVDVAARETHPVICFSHADADLRSADPRVFTIEGSCDGILLLSYHTRLYACNPSTRRWRRLPPL
HDDHVIVGFYGHGAIDEREYRVLYHTARPGCRYWVFSLSFFPDQPPRDIGRPADLEAVRAVLAEGISPSYEMPPVAIAHR
LHWRAQAASLNVLVFDTVAESFGWIPPPNQQEGNQMIPVEGDQLLEINGRLAMTLVSQTTVDVWVLQEGEAWEHHYQISL
PVDLLNVFGGYDDEGFVSAAVFAVSQERNVLAQCPAMMLQCDTEGNVLMFYSLAGHLTVLSRYMLQESLLAHAFLPMRQE
DAIDGDPPFFQGP*                                                                  
>Osat_LOC_Os02g35530                                                            
MGGAIERDGALLGAALVEPEAAELIPGLPDDVAMECLARVPSRSHRAVRRVCRGWRRAAASEAFRRRRRAAGAAEDVVFL
VQATPARGGDDGKGPSAATECALAAANLTTGEWRRVEGAGEGEEEAWGGGVPFFARCAAAGDGRHVAVVGGWEPAALCLT
RDVRVLDVPAGVWRRGAAMPDSRGFFGCTGSGGVVYVAGGHDESKNALRSAYAYDVASDAWRALPDMSEERDEPQLVANP
GRVLAASGYPTDAQGAFKKTAERYTTTTTGDATAWSSEGDMAPNTAETCLAAVGGKVWAVGAGKGGVREWDGGAWRDVAD
GPPGMKACVKAVGAGDGDGAAMFVFVFGKVEDGKQYAAWVMEDAGGAARWRGVAVPPGFGGFVYSGAAVRV*        
>Osat_LOC_Os02g35560                                                            
MMQQDSKRKRSVLPETATLAPGSKRRRRKSVPSRHAAAMLPDELLTEVCLRLPVKSILRFRAACRSWDAMLSSEEFGQLY
AARAEEMSSAPKLLFVSPTANFNSTAVYKCSPSKPTDDLLLTLDDVRGNYVEVTPAPCHGLSLLYDGIAPAYYVMNATTR
AVTRLPPFRDVAFATAGLGCDARTKKYKVVRLFEGNLLEKEFLKCEIYTLGGDEGDIWRPAAGGVPFRFYSFARSAISNA
VMNKLQPLFFNGYLHWLINPLHHVKLPRASILSFSLTDETFRWIRSPPFVASGVHLVELDGNLCMVRDLRDRSTAVCKLE
IWKLKDYNSGDWSLDHRIDLTGQLPRDLLEPQIVKVIGSAGSCRSGTKIIIATSKHKVCSYDPVSRTLETITSISETCTS
YQNEKSDIRFSLFKECLTPVHKTREEIAFATPLSKATKEILLRLPAESVLKFKPVCKQWLGLIKSERFIRAYFAHKNMDK
RPKIMLVGKGSGKSLFNFVPLSKWLQEASNQGTLFLDTKVVCSKPCRGLNLMSFVEEDYLFNPCTGYHRVYWNREWHQHQ
PWKMPTGCREQEDNPFAVGNKNVGLGFSQVIQDHVVVGIFYDRKDYNSREYSLTCSLWSCGSGYFEQLPQPPLPVNDMPP
VSVDGVLYWMSEPRLGQSYERAIVSFDIAAKIFEVIPCPSSIAMWDPRSRCHAFVVELLGKLCAVLSNSVADELDIWKWD
HGLWTRAYTINLKFWPDYSLATNVVVPMAVDLTDGRILLNTGRKLGLYNPFDQTIENLLALDQVSLATPKVQQQRTGGHL
KCHITRCEDVPRKFSPWKLSMAPCENFATPPSASSGKNLLSSRHQYVKALNSVSPKVMPVVPMLYEESLTYYPFAARARV
LFS*                                                                            
>Osat_LOC_Os02g36520                                                            
MGSVVSSANINARSMDRHEKSGFGSNKRVKISTYECDSFQRIIPTLPDELSFQILARLPRLYYLKLKLVSQAWKAAITSS
ELSQLRRELGLTEEWLYVLTKLEPNKLDCYALDPLFRKWQRLPPMPSFVSEEESTGRTQSSWFQTWNVVGSSIRIADFIK
GWFRRRYGLDQMPFCGCSVGVADGCLYVFGGFSRAVALNCVFRYNPCLNVWQEVSPMISGRAFSKAALLQSKLYVVGGVS
RGRNGLLPLRSGEVFDPKTGIWSELPEMPFMKAQVLPTAFLADVLKPIATGMASYKGKLYVPQSLYSWPFFFDIGGEIYD
PELNSWETMADGLGDGWPARQAGTKLGIVVNEELYTLEPSSSLDSGQIKRYDSEQDTWKTIVPQVPVHDFTDAEAPFLLA
GLHGKVHVITKEANNNLQVMQAVLQNNIENSPSEENIIWNILASKNFGSAELVSCQVLDV*                   
>Osat_LOC_Os02g38589                                                            
MEATATAAQGLRDWSSLPLDMLVLVLDRLGWSTHPSFALTCRHWRSAVSPFYPAWITPLLLSAADIGVTNVRYYSPYYHR
CFEIADTLLKVPKIAARICCSSGQHLTLCLPRLILQADLVAGTMYELPEMPFYSFEFIVYDEHARRMYCVNTTYALQLAR



ATQQDDGEWGPWELTDFDVEGPQLLAAPISNPVLHGGLLYVLGEDGKMAVYDPCNHDNNFTVPDKPKGFGIKHQVDSHLF
ESDQGALMAVLVGYSGAPIHVVKLNEETMEWEKMRSLEGHALFTGTYTTMLRKTKLRLMQNKVFLPRLYDWPETIHVDIV
TRDGETAFVPKSSSSSNTKEITSDINIWFYEFGQQDAREFWGSERVDYSIWVDFSTN*                      
>Osat_LOC_Os02g41910                                                            
MAGEAILFSDDIIANILAWLPPKNAARMRLVCKQWHAVTSEHHFMHTNFSRSRDGHSVAGFFLSNELHKKFSYNPLRDSS
ATHPAAPDLSFVPESGSTVPRKINVTSSCNGLLLCRRPMDSSVASGARWCCYYVCNPATKRFVEIPTPPDGRGRHLNLAY
DPSRSPVYKVVALGLAGVHVYSSQARSWRAALRYERGSNPFAGIHHSRGVHWNGSLVWVTSRSRSLLRFAVDDGEGELSS
LPMPPARHLQPENRWICGYLGVGESAGAGRGHLRMIGYTEEEKLAARFDVVGMAGDCREWRVLYRVDLTRMKELYPDIQR
KTRKHHLIWPRRARLVDCLDLWPLHVAEHGSLLLFGIPGKIMAYGMEDQAISVVWEDAAPPQPRFFRYAWFDFYPYTAGL
FAV*                                                                            
>Osat_LOC_Os02g41930                                                            
MTFPDEIIANILTRLPPKELVRARVVCKQWHALTSEHLFMHTNLLRTNAGHPVIAGFFLNDEIHETFSYNPLLRGYSSPD
LSFIPTTADTANSETYVTSSCHGLLLCRRRRRIDGELGVYRARHYVCNPETMEFFEVDVPAGAGGAGQYLNLAYDPLKSR
HQYRIVARGHDGIRVYSSRTRSWRTAVRYDGRCRRSPFAGLRHPRGVFWNGSLVWAMLSPRLLRFAIDSGELSEMPLPPR
LRSEGWFHAGWVYAYVGESGGRLQVIGYTDEERRAACFDVLEMRDDEEGEWTVLYRVDLTRVKELYDPGDDDGARVARVT
LEHFSWGGAPLHVVRGPGEAGRHGVLFFSVPGKIACYDAESRAVSVVWQDTATTSSPKHLLSYTWFNFYAYTPSFLRL* 
>Osat_LOC_Os02g44990                                                            
MGEPPGKTGRRDAGGTAPAVEDRWTQLPPELLPLICKKLPDSADFVRFRTVCSAWRDAAPLSDVPPQLPWVVERRGSAFQ
ARAHFRFYSPSSGRTYGVRGYGGRSWLVMGGACQEHLVTTVDLSTTALYNPLTGERLALPPAPYPQWRHGVVHVVAAGRR
RGGAPLVVNASTRTGHFGYCRQGDTKWTLVDGRQDMGHRAYHGGRFYVNTNAQETLVIDASTGAVESVLPPPPRSADAGA
GVSCGDYLVESRGKLIRAVLFPRDGVVTTSAEDYYLNVYQLQEDGKAAAAWAKVESVGDSVLFFDKHGHGFSLEPNGAAE
LKRDCVYFMHEKRTWLDAGEYRFLCRYNMETGEVDRVVSLPDTFGDTWVVPGLCPSE*                      
>Osat_LOC_Os02g46140                                                            
MLQRSTRQRAPGHGRTSSLCRIDATDMGCKLPSNSLAYHPARAVLLILACLLSRCPLIFRRGTHSVVHCNNVTLKYSYMN
SEYCKLRLIDLSRGVRIIREGSDYYLIYQGEIQRYLGSRQHVSCDSKDAPAQSSEDEQRQISDRILFFLGDLEAACADAK
RVKVRRP*MDGLPAELCIKIFHLLDHQSLASAPQVCRKWNTLTSDDELWRRLFKDRWGADAAAFYAPEGSRSWKDVFIVQ
DRCDRYGLGVRIIREGSDYYLIYQGEIQRYLGSRQHVSCDSKDAPAQSSEDEQRQISDRILFFLGDLEAACADAKRVKVR
RP*                                                                             
>Osat_LOC_Os02g46690                                                            
MRTKHLIPHHAAGYTYARAYATTGGGGGDGGDGGGGGDPFEQFPEAVLGLIVSKLPFRSAVAASAISRRWRGVAAAAPAL
DLDFAAAFPAAPRRRAAFAAAATAALSRPHHPLRRLRLGLDGLFDQAFAASAADHLASWLAAAAARGVEQLELHLPRSRL
ALLPPSLIACTNLTSLTLRLDHYAHPLPSLCSLTRLSRLHLASIPLAGDDFFADLFSHCKQLRYLILEQCRIGALCLAGT
TQLCSLAITDCSWTPQSSVAFSDMPALRTLHYLGAMATRHIIDNVDSLEEVVLAIKKPQVKLQEPNLRELLSLVGNVQSL
MLSPWCIEQFARPEEWSKVRLNKVRQLSCIIERREEGASSIAPLLANCQNVEELSVSVVPSQCKRRWGSDDGANHWVMGG
KGVVLRHLRAVRMVYIDESKSGLDLVKLLLKNTPMLEMMTIVPSMDGLEQAKFRRRVLKLRKASRDADIQFSATG*    
>Osat_LOC_Os02g47640                                                            
MSLKSIVRELREMRDGIGSMSRRAADGRAGGGRGGSRHSWPVLWSEQQQPPQQQQLQRQEHQQQQGRWANLPPELLLDVI
QRVEASEATWPARRQVVACAAVCRSWREVTKEVVKTLEECGRITFPISLKQPGPREHPVQCFVRRDRATSTYLLYLGLSP
SLHGENDKLLLAARKIRRATRTSFVISLVSNDFSLSSSTYVGKLKPNFLGTKFTIFDSQPPCDAVVLPNNRPSKRHFKQV
SPRLPLGNYNVATVSYELTVLRNRGPRRMQCTMHSIPALCIQEGGKAPTPTGIIHSLDEQVPALSTSKGKEPAIEFSSTS
LSADLSGPVCTNEVPLVLKNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLVASVDPSLGIPAAEQEKVILQFGKIGKDIF
TMDYRYPLSAFQAFAICLTSFDTKPACE*                                                   
>Osat_LOC_Os02g48300                                                            
MANKGGYLSVLAPIETTPTIKQDHITSNADLQDRISQLPDDILLAILDGLNVRDAARTSLLSKRWRPLPTMISHLTIDVS
DFDPKSMSSFSDDELGRINATVVKATKSILACRKSNEHTISLLSMRFYLRDDDCISFGHTVGHVMATQKVEMIEFTILTE
KDDNQCIDDDFIVYGRRFALFFSYCPNTFGGLTGLQLENLRFGEPEIIDVLNTCKRLNYLRLYNCSSGISTFLEVEHLQL
SELSIINCRFGIIKLSSLPKLTRMIFGGWIAFQDPLSFGHVPLLESVTLTNVGLSWHNAVKLSEFLSNISIRDLTLDFNS
EKVWDHLCEIETDDERRKAYSYSENKNADWNASASDFKNHSLSTLVMFGFQSNDENLIRYIRLVMDAAVNLEDIFLYKRM
ACEKCKGKNPRPLRYPSTKKQRQALRNRIALGTHSLATIHFPTVLRANHYAKLLY*                        
>Osat_LOC_Os02g54240                                                            
MDGTRSAKRMKRFSGACPCPLPDDIVDEILSHLPVKSLLRFRCVSRRFHATITSSHLFQEAHFLQRKQRNKHPPRLFIRP
PFGPRQPFFAWQWQWQHLIPRPPVEEIMTARHLPHGTIFPLASKSCHGLVLLKITGHHTHYLWNPSTRHILRLPGTDNTP
PPATYGLGYCSATRRHKVVRVVGCRCCSPATVVWEVLALDGDEPSPSSSWRPPAAASTTPPPRHWHYPRENWRRGAALCN
GGDLHFLRGDGDIVTFNVTDESFGVSSLKPPPELQSRDDFELTELDGCLCVYTFTDVKLQLVDEEPESPTCEIWVTREAA
AGSWEKLCSIEWVSVLPPDHSCLRWYWIAPIHMFSDGNNEEKKKKKIMFATGTGHVLVFDPSVGTLEIIFSPEDEAVGEY
HDYSNNEVSTLGLFEESLALVGNTSENIVFSQP*                                              
>Osat_LOC_Os02g54550                                                            
MADRLSELPDDVLLSILKRVDLRDAVRTAILAKRWRHLPAALPDIVLDVLSFRKKQDDDHQDGFTFTSRLSREARANLAV
AHAAKAILARRSGEHAIDRLLVRFYLRAESIGIVRSVDDAIASGRARFREAAFDVRGEKRALECTGRDTLANGRRLASLV
GGCPRAFAGLTRLRVESVTLRGSNDVANVLAACENLEILSLHSCDASAGSNVAALEMEHPRLVRLDVDACDFETVDLKWL
PRLVQVSNNIWFPSRTLPPLVFGHVPQLRTVLSTVGTVNYRTLKLSGLLVNATGIRTLQMIFESEKIWFQPESPKHLAPL
LRNLRIACLDKIHKECDLIWTMFVLEAAPLLKELRISVTEHSCGSLAAADVMRKLLYCKKNNIEWHIDSDFRHYNLLLVT



VVGFEIKDKFVKLIKRLAHAAVNLEDIHLEDEVKCENCQYYPTTWYPSTDKERES*                        
>Osat_LOC_Os02g55050                                                            
MNRKGSDRLSKLPDDILLNILDRLHVRDAARTSVLSRRWRHLPSMLSQLVIDFVHFMPNGASMLSDDVLVWTNAAVVEAT
KSILERRNPDEYTIHLLRMLFYLNEGDCISIGQTVGHAMTTQKVEMAEFTIIVEKLPTRCTDDDLIDYGRRFMSFFDACP
TAFGGLTRLIIGNLRFGESDIHNVLKTCQNLQYLRLFNCDSGNLTVLQLEHPQLNVLNIASCRFESIKLNCLPKLAQLMV
EGWLSFQDPLTFGYVPSLEAVRLAGVGLKRHKLVKLSKILGKISVRDLRLNFKSEKIWVQPELPQKLASVFYKLRLVNLF
RVPEGCDLTWTMFILEAAPFLKELRMTVWDHWCNMEKDEEMRASLYSSNKSVEWESSAEDFKHHNLSVLTIFCFQSEDFL
VAFIKRIMEVAVNLEDVFLYNMLSCDTCKDIRRPCKFPRTKRQMCSLKKRINEGNSFAKFHFLTSVTADHVPISEYP*  
>Osat_LOC_Os02g56760                                                            
MEEEAAAAACEIARLPEELLVAALSLTSPRDACSAAAVCRDFRAAADSDAVWSRFLPRDLPRLADGELSPPPPSTKGLFL
RLSAAPLLLPHELTSMWLEREKGGKCYMLSARALQITWGDTPRYWRWIPLTDSRLEGAELLSVCWLEIHGKILSKMLSRN
TNYAAYLVYRIADRSYGLDFPFQEASVSIGGSTTTRQVGSVERRLKRRCSHALVLAEDIEHPQKRSDGWMELKLGELYNE
EGDDGEVCISFRETEGHWKRGLVVQGIEIRPKKTLTSNCLACSHEKPSYSLLTTSRSSKEEIFLTDGLTSMWLDMETGFK
CYMLSARALQLANSTDTWRLISLTGASRLFNYAPTLFAELSFIKFTKLLYSKSLMLLKGIPWFSEVIELPACYELVICGK
IPCKMLPGNTNYAAYIVFVVVDDSFGLATILDASVSVGGSLCTTRQVCFDSTSSLSADEHFVEDNIEVPQDGSVILPQER
DDGLDGAGGG*                                                                     
>Osat_LOC_Os02g56810                                                            
MEEGEACDDCECEIARLPEELLSAAISLTAPRDAFRAAAVSRAFRAAADSDAVWASFLPRDLPDLADGELSPAPPSKKDL
FLRLSAGHYHLLPDRLKIAEEFYQLDTIDATVNLGGSKSSREVALTRSRRRPEEEISAVLFPRTRADGWMEVELGEFFNE
EGEDGNVNIRIFGKGPNWKKGLIVLGIEIRIKKSGR*                                           
>Osat_LOC_Os02g57890                                                            
MKNKKGSRRNRNKSAAHNNHLLVVDRFTKLPDDVLLNILERLNTPDAVRTCLLSKRTIHLRHLLSNLNISLHSFLPHYYG
YYATSKDAIQIQMNAAVSDATDNILNFRNQEIPLRQLSITFYLKYYDCLAIGKAVARAMATHSHNLDSVEFIILTGKRAL
YCSIDDLRHNGKLLMTFFGACTDAFAGLTRLHLRNLRLAEADIPNIIATCKRLEYLKLSACQIEDSVLQLQLEHPHLVEL
DISTANLDLVELNSLPNLKRLVFSVWVCPQEPLSFGNVPLLSSLSLTNVAMRWHKVIRLSQFLANITFIKDLHLNFLSEK
IWVHPECPELLTPVLQNLQVLNLDELPEECDIAWTSFFLEAAPSLKEMCITVWDHWCEIETDKVEREEQGYCDKTNLEWR
SSARDGFRHYNLTKFTIYGFQPNENFLGYIRHIMEAAVNLEDISLYDRKALECCEDLDPKIKVAPSRYPQNIVEQELLRK
QITEGLVMASPHVIHFRS*                                                             
>Osat_LOC_Os02g57910                                                            
MKNKKGSRRNRNKSAPVTVMVVDRFTTLPDDVLLNILDRLNTPDAVRTCLLSKRTLHLPRMLSHFRIALLSFAPDPDYIT
FKDTIGMNAAVAAATDNVLNFRAKDIPLRQLSICFYLKYYDCLTIGKAVARAMTTHKLDSAEFRILTDYKLHYYTLDGLR
NNGKQLMTFFGACTDAFAGLTRLYLQNLRLPETDILNIIATCKRLESLRMFMCQTEGTVLQLQLEHQRLVELDICHGCLK
LVKLNSLPKLERLVFYSWKHPQEPLYFGNVPQLSSLSLTNVGLRRHNLIRLSQFLSNVTSIRDLHLNFESERIWVQPERP
KLLVPVLQNLQVLNLEDLPEGCDITWTRFFLEAAPFLKELCITVWDHWCNIVTDQVEREEEGYCDKTNVQWESSSSNGFR
HYNLVKLTIYGFQPDDNFLGYIRHIMETAVNLEEISLYNRKVEDCCEELDPKIKIAPSRYPQTIEEQELLRKQITEGLVM
ALPHVIHFRS*                                                                     
>Osat_LOC_Os02g57940                                                            
MLLSVDPWIDALVGCCNILMQKSDPVMLDGFTKLPEDVLLNILDRLNTPDAVRTCLLSKRTLHLRHMLSNLHIRINSFVP
RCGYATLKDTIPMNAAVAGATDNILSFRRQDIPLRKLSIGFYLRYYDCLTIGKAVARAMATHNIHSAEFNILTEKPPDYS
TIDDRRRDGKQLMTFFCSCTDAFAGLTRLHLRNLKLC*                                          
>Osat_LOC_Os02g57965                                                            
MKNKKGSRRNRNKSAAHNNHLPVVDRFTKLPDDVLLNILDRLNTPDAVRTCLLSKRTIHLRHLLSNLNISLHFFLPHYYG
YYTTSMDAIRIHMNAAVSDATDNILNFRNQEIPLRQLSITFYLNYYDCLTIGKAVARAMATHKLDSAEFIILPDKKLQYC
TVDDRRRNGK*                                                                     
>Osat_LOC_Os02g58040                                                            
MAKNKKGRRNKPACHSVKDKDRLTTLPNDVLLNILERLDTADDIRACTLCKRMTKLPAELSRIVVDANSFTPNKIAPDLL
TLSDVVQMNEALAGATEKLLNFRSQQIALRQLSLRFYLRYYDCLTIGKAVQHAMSTYNLETLEFTILTEKQGGCCEETHM
LCFGKQFRTFLAAFPDAFAGLTRLQLQHLHFAEPDIPNLLTTCKQLKHLRLFSCLNQDDPAVLRIEHPQLVELDINYGDF
EFVELKCLPKLRHMAYVHWDCHGDPLSFGDIWVRPECPKLLGPVFHKLQRVSLVDVPEGCNIDWTMFILEAAPSLKEICI
TIWDRWCNMKTEEDRREEGYGDKTVVDWESSAPDGFRHENLSKVTIYGFQPDDNLVGFVRRVMEVAVNLEEVSLYDRKVC
ENCGDLDPKIKMKVSPSRYPCTMEKRELLKNQIIAEGLGIGCPDVIHFRS*                             
>Osat_LOC_Os03g02560                                                            
MVPVEMEVDDPRGWDFVDWVGPDASASIFRSLDDPADIVRAAAVSRSWRRFVVENEFSKSICLRICPEIANFTSAEEVSR
SPPQPPHAESSHGVQRKALERDYRIYSYLSGALVSNSPSMDCILQCIGASSTDNFPDETIENTLIPHDRVKHRPSYWSSG
GHDDPDTPETLTYRLNCDMCIVDEIKLQPFKAYFQYGHPIYSSKAVRFRMGHSKLPHGSDSFVTVEDENLMAIADENYVW
TYTSPEFPMLQENVLQSFKLPRPVLCIGGIVKVELLGRVQKQEADDRYYICICHAQVRGRSLSPVFMVDTSDPAGYSVLK
YLPDAKILRSEDAMLDDGSESLEWHSLVARYRRMRHLAIMNVLLGPEEFMDEDDIIGGVLMDEDDLGGMLEDDPFV*   
>Osat_LOC_Os03g04270                                                            
MCPPPPDPISSPPPPAMDSALPSAVLATILSRLDVRSLVAASAACRCLRSCASHALSFLPSFHLSEVALTHELLRPLMPL
NPSLRSIRLDCARLEDAAIDCLARPDLHELMLLNCDNISGRLLCELGATCQELRVLSLNALAERRGLPISFSDLQQLLNG
CSQLESLRLALDFSMFDDPNFSHVWASASEALTSLEIGYIPMTMLLELLTVAMESQRCMHHVKEPVFFPSLQKLCLTVDF
ITDHLIGSLSTALPSLTHLDLQDAPIIEPTTSSDLTNAGLQQINPNGKLKHISLMRSQEFLFTSFRRVNDLGILLMAEKC



SSLESVCLGGFSRVTDTGFRAIIHSCSGLHKLRVSHGSQFTDLVFHDIIATSLCLTHVSLRWCNLLTDVGIERLSFNKDL
NVLDLRDCRSLGDEAVRSLSCLPKLQILFLDGSDISDQALKYLGLGTCPLASLSLRGCRKLTNDCIPLLFAGSVKQSLQV
LDLSRIPGITDDGIMLLARSRTPIIELRMRENPKIGDAAVMALASMLVDGGTHGSSLQLLDLYDCGAITPLAIRWFKKPY
FPRLRWLGVTGSLNRVMVDALVRSRPFLHMACRGEELGTFNWDRSSDWYRHDDDDLDELEQWILNGEPVSDTETITEE* 
>Osat_LOC_Os03g07160                                                            
MDAAAGGAPPRPAAGIRVRVPLVESVSCYCRVDGGLKTVVSARKFVPGAKLCMQPDIKPNKRKSRSSHKERCRTQAPLLP
GLPDDLAITCLMRVPRLEHTNLRLVCKRWNRLLSGNYYYSLRKKLGMAEEWVFVFKRDRDRKISWHAFDPVHQVWKSLPP
VPAEYSEAVGFGCAVLSGCYLYLFGGKDPVRGSMRRVVFYNARINKWLRAPDMLQKRHCFGSCVINNRLYVAGGECEGIQ
RTLRSAEFYDPNRNRWSYISEMSTGMVPFIGVVYDGKWFLKGLDSHRQVVSEVYMPTSNVWSVTADEMVTGWRNPSICFN
GRLYSAECRDGCKLRVYDRDTRSWTRFMDSRRHLGNSRAFEAAALVSLNGKICIIRNNMSITLVDVSNTPTVIEINNAHM
WDVFARKGQHRSFIANLWFTIAGRNFKTHIIHCQVLQV*                                         
>Osat_LOC_Os03g10040                                                            
MGARPVPRREEVVVVTELELRMQLLGGGGNCYNINDNADLLAEILARLDGRSLAAAACVCRLWAAVARRDAVWEALCLRH
VGPASGPTAGPATRAVVAALGGYRRLYRLCLGPALDRLGRGGGAIAHAHARARLSLSLSLSLFSIDCYERLGGGGGAGAG
RQPQPSSLLFLCKPVDVS*                                                             
>Osat_LOC_Os03g10540                                                            
MGKLLDLKRLMSVPKERNRRRRQRQIRARNGSIDSVAKRKGSLCQQVANSDGERRTRYSGPNLPEDIWCHIHSLMPFKDA
ARAACVSHAFRRSWQHRPNLIFCIGTLGLDFINKIDRIIKNHSGIGIKSLQLEYDTFCNARRSASISYHLNNWLQIAVTP
WIEELILTLSLSSYNVDYNFPCSLLSDGRGSSLRHLYLGSCFFHPTVNLELRNLTRLHLVTVHITGDEFGCLLSNSYALE
RLELKYCYGIICLKIPCLLQRLSHLEVFECRMLQAIENKAPNLCSFDLGARQVRLLLGESLQMKTLSLDYPSAVYYARAE
LPSNVPNLEILTICSDHEMVDTPMLPSKFFYLKCLTIDLAWRLSPAYDYFSLISFLDASPSLETFCLEDRMENELIIGDM
SHMRQMLEHRHDNLQSVEIIGFCYTKSLIELTCHILDNTTSLKHLKLDTTRDVFSCSTGKHDKCFHMGKDMLTEAKKAVL
AIETYIEPKVPSTVMLNVVKPCNRCHVAES*MPFKDAARAACVSHAFRRSWQHRPNLIFCIGTLGLDFINKIDRIIKNHS
GIGIKSLQLEYDTFCNARRSASISYHLNNWLQIAVTPWIEELILTLSLSSYNVDYNFPCSLLSDGRGSSLRHLYLGSCFF
HPTVNLELRNLTRLHLVTVHITGDEFGCLLSNSYALERLELKYCYGIICLKIPCLLQRLSHLEVFECRMLQAIENKAPNL
CSFDLGARQVRLLLGESLQMKTLSLDYPSAVYYARAELPSNVPNLEILTICSDHEMVDTPMLPSKFFYLKCLTIDLAWRL
SPAYDYFSLISFLDASPSLETFCLEISQDRMENELIIGDMSHMRQMLEHRHDNLQSVEIIGFCYTKSLIELTCHILDNTT
SLKHLKLDTTRDVFSCSTGKHDKCFHMGKDMLTEAKKAVLAIETYIEPKVPSTVMLNVVKPCNRCHVAES*         
>Osat_LOC_Os03g11790                                                            
MGLLGLNRLMSIQREQRCRQIEANRLLASTDKRKGSPCKQDNSRCSKRERYSQPDLPEDIWRHIHSLLSLQDAARAACVS
RAFLCLWRCRPHLTFSLQTLGLSEMACKKGGIARDYNKKVDRILKKHSGTGMKKFEIEFYGPSNANTYYHLNNWLEIAIT
SGIEELTLRLTPDVTKYNFPCSLLSDGRGDLIQSLHLSHCSFRPTVEVVSLRSLTSLDLCLVRITDRELGILLSNSLVLE
KLGIKYCDKINCLKIPCVLERLSSLEVFECYSLQMVESKAPNLCSFCFGGEQVQFSIGEPLQMKNLQVIFPNSISFGRAE
LPFSMPNLETLNISSRCEMSHTPTAPGKFLHLRYLSITFAGWRFSRAYDYFSLVSFLDASPLLETFILCILQKGKHDLTL
RDPIYPRQMSERQHDSLKNVKINGFSSTKSLVELTCHILQNTTSLECLTLDTTRIEFRCSDSSVDVCLPSDRDAIKGAHK
ALLAIRTYIEGIVPATVKFSVLEPCRRCYAW*MGLLGLNRLMSIQREQRCRQIEANRLLASTDKRKGSPCKQDNSRCSKR
ERYSQPDLPEDIWRHIHSLLSLQDAARAACVSRAFLCLWRCRPHLTFSLQTLGLSEMACKKGGIARDYNKKVDRILKKHS
GTGMKKFEIEFYGPSNANTYYHLNNWLEIAITSGIEELTLRLTPDVTKYNFPCSLLSDGRGDLIQSLHLSHCSFRPTVEV
VSLRSLTSLDLCLVRITDRELGILLSNSLVLEKLGIKYCDKINCLKIPCVLERLSSLEVFECYSLQMVESKAPNLCSFCF
GGEQVQFSIGEPLQMKNLQVIFPNSISFGRAELPFSMPNLETLNISSRCEMSHTPTAPGKFLHLRYLSITFAGWRFSRAY
DYFSLVSFLDASPLLETFILCVSYYSFCKAYLVTVPFIIY*MQQKREIFSARPSGGHLAPYTFLTVTSRCCPCCLRVSGF
SMFMEVQFSIGEPLQMKNLQVIFPNSISFGRAELPFSMPNLETLNISSRCEMSHTPTAPGKFLHLRYLSITFAGWRFSRA
YDYFSLVSFLDASPLLETFILCILQKGKHDLTLRDPIYPRQMSERQHDSLKNVKINGFSSTKSLVELTCHILQNTTSLEC
LTLDTTRIEFRCSDSSVDVCLPSDRDAIKGAHKALLAIRTYIEGIVPATVKFSVLEPCRRCYAW*               
>Osat_LOC_Os03g12940                                                            
MKLRLRSMDQRGGAGGAAETHRVQLPDTATLSDVKAFLATKLSAAQPVPAESVRLTLNRSEELLTPDPSATLPALGLASG
DLLYFTLSPLPSPSPPPQPQPQAQPLPRNPNPDVPSIAGAADPTKSPVESGSSSSMPQALCTNPGLPVASDPHHPPPDVV
MAEAFAVIKSKSSLVVGDTKREMENVGGADGTVICRLVVALHAALLDAGFLYANPVGSCLQLPQNWASGSFVPVSMKYTL
PELVEALPVVEEGMVAVLNYSLMGNFMMVYGHVPGATSGVRRLCLELPELAPLLYLDSDEVSTAEEREIHELWRVLKDEM
CLPLMISLCQLNNLSLPPCLMALPGDVKAKVLEFVPGVDLARVQCTCKELRDLAADDNLWKKKCEMEFNTQDTCGCMMCK
CIYSDQRKDIVLADKYTCGNYMQKPVTQPGRWLIILVYHSLLCQYITIGLSLLWYHLVDLVQDAPAAGIHFDCIIPLPIN
PYQLPPSAGACCSTTQASASAKDGGNMYSPPCSAAASSQGHCFAVGANQLASLDLAMDFDEPILFPVHNASLQEGIQFYN
PTGDTQLSRNMSIDKCLKGSKRKGSGEGSSSLHSQEETGEMPQRELSMEHAGEKAGDADASREEYVHVRAKRGQATNSHS
LAERFRREKINERMKLLQDLVPGCNKITGKAMMLDEIINYVQSLQRQVEFLSMKLSTISPELNSDLDLQDILCSQDARSA
FLGCSPQLSNAHPNLYRAAQQCLSPPGLYGSVCVPNPADVHLARAGHLASFPQQRGLIWNEELRNIAPAGFASDAAGTSS
LENSDSMKVE*MKLRLRSMDQRGGAGGAAETHRVQLPDTATLSDVKAFLATKLSAAQPVPAESVRLTLNRSEELLTPDPS
ATLPALGLASGDLLYFTLSPLPSPSPPPQPQPQAQPLPRNPNPDVPSIAGAADPTKSPVESGSSSSMPQALCTNPGLPVA
SDPHHPPPDVVMAEAFAVIKSKSSLVVGDTKREMENVGGADGTVICRLVVALHAALLDAGFLYANPVGSCLQLPQNWASG
SFVPVSMKYTLPELVEALPVVEEGMVAVLNYSLMGNFMMVYGHVPGATSGVRRLCLELPELAPLLYLDSDEVSTAEEREI
HELWRVLKDEMCLPLMISLCQLNNLSLPPCLMALPGDVKAKVLEFVPGVDLARVQCTCKELRDLAADDNLWKKKCEMEFN
TQDTCGCMMCKCIYSDQRKDIVLADKYTCGNYMQKPVTQPGRWLIILVYHSLLCQYITIGLSLLWYHLVDLVQDAPAAGI
HFDCIIPLPINPYQLPPSAGACCSTTQASASAKDGGNMYSPPCSAAASSQGHCFAVGANQLASLDLAMDFDEPILFPVHN



ASLQEGIQFYNPTGDTQLSRNMSIDKCLKGSKRKGSGEGSSSLHSQEETGEMPQRELSMEHAGEKAGDADASREEYVHVR
AKRGQATNSHSLAERFRREKINERMKLLQDLVPGCNKITGKAMMLDEIINYVQSLQRQVEFLSMKLSTISPELNSDLDLQ
DILCSQDARSAFLGCSPQLSNAHPNLYRAAQQCLSPPGLYGSVCVPNPADVHLARAGHLASFPQRGLIWNEELRNIAPAG
FASDAAGTSSLENSDSMKVE*MKLRLRSMDQRGGAGGAAETHRVQLPDTATLSDVKAFLATKLSAAQPVPAESVRLTLNR
SEELLTPDPSATLPALGLASGDLLYFTLSPLPSPSPPPQPQPQAQPLPRNPNPDVPSIAGAADPTKSPVESGSSSSMPQA
LCTNPGLPVASDPHHPPPDVVMAEAFAVIKSKSSLVVGDTKREMENVGGADGTVICRLVVALHAALLDAGFLYANPVGSC
LQLPQNWASGSFVPVSMKYTLPELVEALPVVEEGMVAVLNYSLMGNFMMVYGHVPGATSGVRRLCLELPELAPLLYLDSD
EVSTAEEREIHELWRVLKDEMCLPLMISLCQLNNLSLPPCLMALPGDVKAKVLEFVPGVDLARVQCTCKELRDLAADDNL
WKKKCEMEFNTQGESSQVGRNWKERFGAAWKVSNNKGQKRPSPFFNYGWGNPYSPHGFPVIGGDSDMLPFIGHPNLLGRS
FGNQRRNISPSCSFGGHHRNFLG*                                                        
>Osat_LOC_Os03g20500                                                            
MQSRHRVFAEDLLLPREAEGEDHFDRVPDSLVLLIFNRLADARSLGRCSAVSKRFNSLVPLVDDACLRIDRVITDAADAD
DALGLAGPRPAGRGVLSHLLKAMLLAVLKPFGHCDAGVRGGGGGERAGKHGGGGGGCGAQQHHSPAQVLKNFSSIRNLRM
ELPVSDVGTDDGVLLRWKAVFGSTLQSCVILGGTRVDRAAAPAAAAATATAAGDSEASQGDDTGSIPESFYTNGGLKLRV
VWTISSLIAAATRHYLLREIVKEHPTLERVALTDAHGQGTLSMGRDQIREFRDKPLAAAAAANRTQVPACNMKLRYAPML
ELSDGTRIQGATLVVIKPVGEAGGIGGGRKELDEFVADAFDGPYREAVSALSKRRTYLLEMNGF*               
>Osat_LOC_Os03g22750                                                            
MAPPPPPCERRPVSLSDDMVAEILLLVPANSVGRLAAVCKQWRRVAADPTFLAARERRAPPLQLLRVSRRPSDSNGRQYD
DAELSVVVPAPLISGGAEGEEARRPLARYTASFPGGYTHCTLLASCDGLLLFADHRRRLRVICDPTTRRWSGLPPHLSSA
ALGFYLHRPSGEYRVLSKGPDPSRKHSSSYFVISAGGGGEPRRRDRRPARGETPVLSPGPQAGRHPHLNPYAPAKLVAFD
TVSEAFRLVAPSPETAANNGDDDDVLMFELDGALAVLKGGAMSTLKLWVLDDDVGGGGGGDAGEQWAPVWECKYSCMLPV
STPASVAVWDDDGGGGGDAGGATFTRRRITLYGVDETAARGRALHVFACGARNGGLLQVAFRENTVAHAFFKMHPSPAVR
TFGFL*                                                                          
>Osat_LOC_Os03g22800                                                            
MSFRSLIQEMRDEFGSISRHSLRSRSHRGGGGAPRVAAVGPAEAAAMQQSCWAQLPPELLREVLVRIEESEVWWPSRRDV
VACAGVCRSWRGITKEIVRVPEASGKLTFPISLKQPGPRDGTLKCFIRRNRTTQTYYLYIGLTEALADDGKFLLAARKCR
KPTCTDYLISLDMSDMSKGSNTYIGKLRSNFLGTKFTVYDAHPPYDGAVVSKSRSARVVGLNQVSPRVPAGNYPVSHISY
ELNVLGARGPRRMNCIMDSIPTSAVQEGGKAPTQTEFPLSGLDSFPSISFFRSKSARIDSATSQLSTQKEEKLVLKNKSP
RWHEQLQCWCLNFRGRVTVASVKNFQLVASDENGPTNQEQDKVILQFGKIGKDLFTMDYRYPISAFQSFAICLSSFDTKI
ACE*                                                                            
>Osat_LOC_Os03g24200                                                            
MEQPEDPKLNMVDLLPDDVLADILRRLAPRPLAACRCVCKPWRAVVDGHRLLRADLLPLSLGGIFINFHEVLTSFFLRRP
SARPPAAAISGKFEDFTPSAARSTVVDHCNGLLLLRSRYVVNPATQRWAAFPEPPPPRPGITRSFYHDEYLVFDPTVSPH
YEVFLIPSVTPEEFVSKKLRPKVEESEWPPSPCFLSVFSSSTGQWEERSFVREGEAAGTIADMRSQPLLEQYNAVYWKRA
LYVHREANFVMRISPSKSKYQVIKLPIAQDGYVDPFLARSEKGVYLAVLDRCHLRVWILNESCEQMKWELKYDKEIQLSF
QRWNYDEESVGPWTLHYSRRDVYDGDDTNYNAEVAERKFEWDSDSDDVLDLEDRVQRSSHGGFLILGFHPYKEVIFLDEG
SSRGLAYHLGTSKAQDLGRLRPNFFDHWHVEGVNRSFVYTPCWIGELSNGI*                            
>Osat_LOC_Os03g25080                                                            
MDLKKANNNSNKRQRKSTTTTTSVVGPDNGGLPPRRSSRIAERKNVVKRARHRHDGEQPATSRCSQLSGEMPDEMVLELL
ARLPVKSLLRLRAVSRPWRAAICAPSFVAAHLRRSAARHRWEPTLLIAPQLLDDAERDIIWLTNFSDTIRLYQWRRRRNG
QTEEEQVGAGASASLIFRRSFHGEFRSVFQLSHCNGLMLVPTDTTSYVVNPATRSAIALPESRRRRRRRALPQATGFGHD
PHTGTYKVARCFVRSGDGVVPESTTTGMELCTIGGNGGVSVGSCWREIVADTPYPVLVWHTATFFRGALFFTTCHDTAAR
PPQESRLLRLCLRDETFSVVAPPPPCRPPFLHEAFHLSELNGVLCLAHAAGAGDEGTSTSSSVVIWMTEDGVSPRWSKRC
VFTSTSMFIPIALFHHGGGGGGGVIGKRGDLLFFLGDDDDGEDESRIGEGKEEEKQVVCLNGMTYHDDEQGRHTVVVGSS
WENLHYYKLIPYTESLVPI*                                                            
>Osat_LOC_Os03g25190                                                            
MATAEALPDDLLDEILLRLPARSILRCRAVCKAWRSRTSHPYFLRAHAARSRIIAAAVVDTTVIPDGEVCTTISIRSFGD
GDGYRSGAAVSSSSSFASVRFDSRPFVLGSWDGVVCLVPRPTAGFVRPRNPIDRYVLVNPLTKACTSVPPPATRGIVICG
YAHPTTSRYHLLHADSFFSYDGTARATIQILRVGEKNNVWRKIARHPAPAGVVESRTYIRLGGAPPVSLHGCLHWLVAPS
SARPLLSVFDMEREEFRQMDTPEQWARHGNLPHMMSVQIARRSGKLCAFVHEPSASALGMWMLEDYSDPSSWRLERRIDY
SRHGAGSRNVARTFRNKFSAATTAVEVLPDGVNGGGGEEEIMFQFLINQFDMREAVYNVGRGAWRWRRILPPTRRVMTHK
ECMLPREVSFGGSAHFVEESDIGGHRCFCLW*                                                
>Osat_LOC_Os03g25220                                                            
MDYDDRERRRGRRAPGEALPDDLVEEILLRLPAPSIGRCRAVCKAWLSRTSQPDFLRAHAARSCTATVTAAATVETRTTA
PRGRSCTTVCVRQLGRKCSGAVASLAVSFVSASEPGRSMTVVIGFWDGILCAAHILFGPGRGVERYVLCNPLTEACTIVP
APSTDGFLVGGYAHPTTSRFHIMHANFFTTMETFWILRLGENSVWREVRRPALATMRVCIKFLHAPPVRLHGCLHWLASS
ASSAQFLVAVFNMEREEFRLMEAPGGQGVRFGSHSHTMMGMHITHCHGKLCALADEPGANALGMWVLDDYSDPTSWRLQR
KIDYYYSCGAGGAGAALDDDPHAAAAQTFRARFSTADVVEVLPNGVDDDDEGEEILLQLGDEEVVYNVGRAAWRRWGILP
LTTRRLMMHRQCILPREVSFGDASQVPWEDIGGHCFYRIY*                                       
>Osat_LOC_Os03g25240                                                            
MEYDDRERRRGRRAPGEALPDDLVEEILLRLPAPSIGRCHAVCKAWLSRTSQPDFLRAHAARSCTATVVTAAATVETRTT
TPCGRSCTTVRIRRLGRKCSGAVAASLAVSFVSASEPVRSMTAVIGLWDGILCAAHILFGPGRGVERYVLCNPLTEACTI



VPAPATDGFLVGGYAHPTTSRFHIMHTNFFTTMETFWILRLGENSVWRETARLSSLAGLVIIGAVSRGRLQQFNMEREEF
RLMEAPGGQGVRDGNLSHSHTMMGIHITHCHGKLCALADEPGANALGLWVLEDYSDPTSWRLQRKIDYYYSCGSAAGAAL
DDDPHAAAAQTFRARFSTADVVEVLPNGVDDDDEGEEILLQLGDEEVVYNVGRAAWRRRGILPLTTRCLMMHRQCILPRE
VSFGDASQVPWEKDIGGHCFYRIY*                                                       
>Osat_LOC_Os03g25250                                                            
MDNAAAPPSSGAAGKEMATAGALPDDLLDEILLRMPARSILRCRAVCKAWRSRTSHPYFLRAHAARSRIIAAAVVDTTAI
PDGEFRTTISIRPLGDGDGDRSGAAVSSSSSFASVRFGSRPFVLGSWDGVVCLVPAGVVRPLSRIDRYVLVNPLTKACTS
VPPPATRGIVICGYAHPTTSRYHLLHADDAYPYNHMAAATIRILRVGEKNNVWRKIARHPAPACVESRTYIRFGGAPPVS
LHGCLHWLVAPLSAASARPLLSVFDMEREEFRQMDAPEQWARHGNLPHMMGVQIARLSGKLCAFVNEPSASALGMWTLED
YSDPSSWRMERSIDYSRHGAGSRNIARTFRNRFSAATTAVEVLPDGVSGNGDVGGGGEEEIMFLFNQFDTREAVYNVGRA
AWRWRRILPPPTRRVMAHKECMLPREVSFGGAAHFVEESDIGGHRCICI*                              
>Osat_LOC_Os03g25640                                                            
MPDLPTMDDDDDKMGTHAQVQQLPDELLLEILLRLPPRAIARCLAVCSAWSSAVSAAAFRRAHADRPAAVCKATATAIDC
CDRDAVVLDAFLGRWHRGNVHTTPRSPRGLVFPAAMAPEPDTPWVLDTLVVGSWDGVLCVERGAPLLRGSRWDAGVHHWP
KSGRLREYVLWNPLAMTRATVSPPPGRGAVIGGYAHPATMRFHLLHAAGEAARRPGSLGLFVPTVFRVQRVGDGAWREVP
LPLLEQQDDHAHAQLQMHGARSVALHGNLHWLVQRGGSAGPGRLQVLVFEPARERFRLMEAPPRRHGEEDDLARSRIVVL
SNGKLCAVAVRPATSTMEMWVLDSSSSDAPRRWRLDAYSLRRRKWTRVCAARPRSGSVGVALLPHRESVADDQPSFGEAS
RLLDHTIDIDVDDQYLSMNPITLFCY*                                                     
>Osat_LOC_Os03g25650                                                            
MHLMVLETCKVGFQKSVEERRVNCTHGTTWQASKVIQDILARLPPRTIVRCLAVCKAWRSAVSAPTFHRALAAHRPAAVV
KVTSELAYFGKPWRYCKALLLDTFRGRWFGPDLDNTQPERREREFVLWNPLTRACATVPPPAPGGDRGVIIGAYAHPATM
RFHLLHAAGEAERGLFAATAIRVRRVGDGGAWREDAGISIRQLAREPALDGAAWLGLDRAVERARVRHSAREVPADGGAA
VGRQPWRGGGGGGEEKKGLAMSRVVVLSGVGKLCAVAVSPATNTMEMWVLDDDDSSGGARAWRLAERVGLVMMWDKRDLS
RAFSSATQVSAVQGDAEGEEVILHNDGQHRRVCRRRAWSTVSVSRFATLLPQRRAARRELRRGVAAVGPKPEDVGPTGRK
PCYTSKASSSGEGLSHF*                                                              
>Osat_LOC_Os03g27250                                                            
MAAGNGRMEAALGCLAALPDEVLCAVVDLLPPTDVGRLACVSSVMYILCNEEPLWMSKCLSVGGLLVYRGSWKKTALSRL
NLCSENDEIYQKPRHFDGFNSMHLYRRWYRCFTNLSSFSFDNGHVERKDDLSLDQFRAQYDGKCPVLLTKLAETWPARTK
WTAQQLTHDYGEVPFRISQRSPQKIKMKLKDYVFYMELQHDEDPLYIFDDKFGESAPTLLEDYSVPHLFQEDFFEIMDYD
QRPAFRWLIIGPERSGASWHVDPGLTSAWNTLLCGRKRWAMYPPGRVPGGVTVHVSDEDGDVDIETPTSLQWWLDIYPNL
AEHEKPLECTQLPGETIFVPSGWWHCVLNLDMTIAVTQNFVNQSNFKHVCLDMAPGYCHKGVCRAGLLAAPDKSIRDIEN
LPSITSRLNHSDMACKEKRLKSSEPIRTSNNANQCSAFEFSDVHENLGDQVFSYDIDFLSQFLEKEKDHYSSVWSPTNSI
GQREAREWLRRLWVLKPELRELIWKGACLAINVDKWYSCLEEISACHSLPPPSEDEKLPVGTGSNPVFIVSGNVIKIYAE
GGLGYSIHGLGTELEFYDLLQKLGSPLINHVPEIIASGFLVYLDGVYKTVPWDGNGIPDVLAKYYSLEVSYANGSFPLGL
WSKQLFGLSNSTDAPDRPICPYMVTRKCKGDIFARIRDKLTKTDVLNLASSLGVQMRNIHQLPLPHVEHISKSGNEDIKA
KENSISDVTHVPPEWKQVVSTLDRRKKSIKKHLSNWGGSIPQVLIEKAEEYLPDDIRFLIKFVKDDDGDSVYVVPSWIHS
DIMDDNILIEGTTEPGTSTDCIAVEDLNKMDAIHIIDFSDLSIGDPLCDLIPLHLDVFRGDIDLLRQFLRSYQLPFLRAE
SNKDIYKSIQNSKFSRASYRAMCYCILHEDNVLGAIFSLWKDLGTATSWEDVEHLVWGELNQYQQSCSVGEIN*      
>Osat_LOC_Os03g28130                                                            
MASMAARSSRKRRSPPPRGLGDLHDDVLERVLARLPPATFFRLRAVCRRWSAAAASPTFLRACARVPSRDPWFLMLSGAR
PRPPLAFDAAGRSWIPCRAAPGGSDGGADAAVPVASSGGLVLYRAPGTGELLVANPLTGASRALPSPPGAHGGAPRLHAI
AMYGSPYRVALFADELPDLSMSVFDSSRGSWEGPVALSRRPDAAALLPDDAPSQGGADDTVYFLSKSGDVVATNMQRSAS
KQYSSVVVAASSDGGDAVAYFLSHSGTVVACDTARRTFAELPRILPVYFEYSIDVVACDGAAYAVVLAEYLDTASLRVWG
FAGGAWRQVAAMPPAMSHAFHGKKADINCVGHGGRLMVCVSSGEANGCFMCDVGSNQWEELPKCVNGDGEVNDFLAAFSF
EPRLEISV*                                                                       
>Osat_LOC_Os03g30160                                                            
MPAAESCHSRSLSWLVKSCIPADPARHIAVPVLCPTPQPPPPSSPPAPPISALPDDLLLECLARVPRASLPPLPAVSRRF
ATLLASDAFLHLRRAHAHLRPSLLALSVSDNGCTAQALLRFDASVPVLEVAALPLPPTLLHCCGSVFAHARAVVLGRDVF
LIGRGATLRVDALTGAARACAPTLFPRKKFAAAAVGDRIYVAGGSARTSAVEEYDPEVDAWLVVGEAPRRRYGCAGASAG
GVFYVAGGRRGVRRGRAGARGARVRRVGGRAARRVRHLGAPPCAPRRRLRRGGVRRR*                      
>Osat_LOC_Os03g30920                                                            
MENGLSDEVLKAVFPLLDGQDLVFCMLVCRQWREIAKDDYFWKCICARKWPSICKQPPSDANYQKLYLTFSKPRTPQHLP
VPKLTFEDLVFYIDMWLDGSLIFSQAVSGCILRGGLQNTPCGIPDVLVAHLTAPDCILMMEVEPKLEITMGPSITVSVLA
HRKDTKKMACVINKSTFDYIDSNAARALAYEYLQFSPRYPFISDIRAWMSLLFLYKGTNVIEVFGIELDFCDAARSETEI
LWLLDMLDWK*                                                                     
>Osat_LOC_Os03g40370                                                            
MFAAAGPCASPSLSDLPIDLLLIILERLELPHALAFAAVCTTWSSAATAAGVPRSRTPWIMSWGNHVDKRLDERRRSAVT
CNLYHPGDAVDKIYRVSFPKGSFVACYGASHGWLVLANDLSNLVLHNPVTLAMIPLPPITDFACVEAVYGSEGGNLENYL
LETNSRFEAYRLGIWFYQKAVLSCSPSRGGDYVVMIIHNNGERLSFAKAGQSRWQVASTLSGGDRYLDCAYHKGRFHAVT
LHRMVEKWDLDGASNGPTREVIYAARPYGGLGCILTRHLVSTPWGDLLQVRVILARHYPDGIAFQICKVDPDGCKGVVQG
NVLMDHALFLRLNHSACLPTQNLPGIRPHCIYFSAPVIIHAFDWLLGLRVWGGVRTYDVKTGKFERTVPFCDVKEQIYGL
FPSEVWITQNL*                                                                    



>Osat_LOC_Os03g43390                                                            
MASLPKPPPPPRPKTRGSYNCGRCGLPKKGHVCAAGGPAPTPSPSSSSGAATTTTSGGGGGGGEGTKLRRALSFEDAATA
SASATPSSPEKKPRVVPDADAVGRGGEGEVEMVEGQGGEEELKEEEEAVELGGRAVPRELMAEVLRRLGPRGVMAAAAVS
RGWRDCAGRVWRAAEELRLRAAGVSLVGALLPRCPALSRLSLRMESDVDATILACLAFSCPSLGTLEISMSDNAVNRMTG
EELSRFVSEKHSLSVLKIGGCCNLGFLNLNSSSLSILWLSDLCSLSKSVINCPNMSEISLCFTQQSNDCTDLVTLMDGLG
RTCPNLKNMHISSAQLSNEAVFALEGASLRGLCMLSLILGSKITDAAVASIVRSCASLELLDLSGSSISDNGVGMICKAF
PHTLSRLLLALCPNVTTCGIQFATAQLPLLQLMDCGMTLCASLQNEKQGPYFGEINGAIRFCPKLPTSKKQSTNQKLIIK
HGNLKKLSLWGCSAIDALYLNCPELNDLNLNSCTNLNPERLLLQCPKLKNVHASGCHDMLIGAIRNQVLNEFAAAEPHLP
CKRLADGSKRVQLPQFAQQEPSQDKKGIDLRRNQCTVHLD*MASLPKPPPPPRPKTRGSYNCGRCGLPKKGHVCAAGGPA
PTPSPSSSSGAATTTTSGGGGGGGEGTKLRRALSFEDAATASASATPSSPEKKPRVVPDADAVGRGGEGEVEMVEGQGGE
EELKEEEEAVELGGRAVPRELMAEVLRRLGPRGVMAAAAVSRGWRDCAGRVWRAAEELRLRAAGVSLVGALLPRCPALSR
LSLRMESDVDATILACLAFSCPSLGTLEISMSDNAVNRMTGEELSRFVSEKHSLSVLKIGGCCNLGFLNLNSSSLSILWL
SDLCSLSKSVINCPNMSEISLCFTQQSNDCTDLVTLMDGLGRTCPNLKNMHISSAQLSNEAVFALEGASLRGLCMLSLIL
GSKITDAAVASIVRSCASLELLDLSGSSISDNGVGMICKAFPHTLSRLLLALCPNVTTCGIQFATAQLPLLQLMDCGMTL
CASLQNEKQGPYFGEINGAIRFCPKLPTSKKQSTNQKLIIKHGNLKKLSLWGCSAIDALYLNCPELNDLNLNSCTNLNPE
RLLLQCPKLKNVHASGCHDMLIGAIRNQVLNEFAAAEPHLPCKRLADGSKRVQLPQFAQQEDKKGIDLRRNQCTVHLD*M
ASLPKPPPPPRPKTRGSYNCGRCGLPKKGHVCAAGGPAPTPSPSSSSGAATTTTSGGGGGGGEGTKLRRALSFEDAATAS
ASATPSSPEKKPRVVPDADAVGRGGEGEVEMVEGQGGEEELKEEEEAVELGGRAVPRELMAEVLRRLGPRGVMAAAAVSR
GWRDCAGRVWRAAEELRLRAAGVSLVGALLPRCPALSRLSLRMESDVDATILACLAFSCPSLGTLEISMSDNAVNRMTGE
ELSRFVSEKHSLSVLKIGGCCNLGFLNLNSSSLSILWLSDLCSLSKSVINCPNMSEISLCFTQQSNDCTDLVTLMDGLGR
TCPNLKNMHISSAQLSNEAVFALEGASLRGLCMLSLILGSKITDAAVASIVRSCASLELLDLSGSSISDNGVGMICKAFP
HTLSRLLLALCPNVTTCGIQFATAQLPLLQLMDCGMTLCASLQNEKQGPYFGEINGAIRFCPKLPTSKKQSTNQKLIIKH
GNLKKLSLWGCSAIDALYLNCPELNDLNLNSCTNLNPERLLLQCPKLKNVHASGCHDMLIGAIRNQLNHIFHASG*MASL
PKPPPPPRPKTRGSYNCGRCGLPKKGHVCAAGGPAPTPSPSSSSGAATTTTSGGGGGGGEGTKLRRALSFEDAATASASA
TPSSPEKKPRVVPDADAVGRGGEGEVEMVEGQGGEEELKEEEEAVELGGRAVPRELMAEVLRRLGPRGVMAAAAVSRGWR
DCAGRVWRAAEELRLRAAGVSLVGALLPRCPALSRLSLRMESDVDATILACLAFSCPSLGTLEISMSDNAVNRMTGEELS
RFVSEKHSLSVLKIGGCCNLGFLNLNSSSLSILWLSDLCSLSKSVINCPNMSEISLCFTQQSNDCTDLVTLMDGLGRTCP
NLKNMHISSAQLSNEAVFALEGASLRGLCMLSLILGSKITDAAVASIVRSCASLELLDLSGSSISDNGVGMICKAFPHTL
SRLLLALCPNVTTCGIQFATAQLPLLQLMDCGMTLCASLQNEKQGPYFGEINGAIRFCPKLPTSKKQSTNQKLIIKHGNL
KKLSLWGCSAIDALYLNCPELNDLNLNSCTNLNPERLLLQCPKLKNVHASGCHDMLIGAIRNQKLINRKTT*        
>Osat_LOC_Os03g43770                                                            
MADRTTRSTPPPQWAELPTDCLVHVFRRLDLDELASAAPLVCRGWRRAAADPSLWRALDLRRDHLARFMPWGALAGALAR
LHGVHRFTLAGFLRLCVARAAGTVADLALPPLLSSSELDHVAAECPALRRLALPELPPADDARLPSLLPRWRRLTHLELD
SKPSSFPAVAAALALHCPDLAVLRVTSGSVKPEDAAAMAAASPLRGRLRSLCLDRCYLPRQELLAILAGCGGAAPLREFT
ARFCVGFDDKDEEVLARGAAIERFDIGGSRLLDEPDGDATNGDDYCDSSYVDVI*                         
>Osat_LOC_Os03g44920                                                            
MEIMEEAPLAARGVEVVLPEDVLAEILRRLPPRSLAALRCVCTDWRSTIDSRRLLRADLLPLSLAGIFIDFWGLRFPDFF
SRPSPTPISDVFNFFPLEKGPDIMDHCNGLFLLFSLLVVNPATQRWACLPPLPSHSTKLDFWFLYNQGLIVFDPIVSPHY
EVFMIPFVNSEQYCIEIADLVLKESEWPPSPLILHVFSSAAERWEERSFVREGDSAGTVAYAQRQCHLDNHGNFYWRGAL
YVNSYFLMRISISDGSYQVIHYPIEVYKSRPHVYVGKSEKGVYLASLTIDGRLSIWVLDESCGQFKWVLEHQNNLKPLLL
RLNRSKQVYGPWILRDINYHLYSQKFPGEWNLYNQNYDPSHFHSPNDEAPTENNFEWHSDDDDIVDNQCNSEERNSGDYL
TFLGFHPYKEVVFMSSGSMKGFAYHLKSSKLQCLGNLYPKHYEHFAEHEHICQSFPYTPCWVDELPETSISVDNLCQD* 
>Osat_LOC_Os03g44980                                                            
MEIMEEAPLAARGVEVVLPEDVLAEILRRLPPRSLAALRCVCTDWRSTIDSRGLLRADLLPLSLAGIFIDFWGLRFPDFF
SRPPPTPISGVFDFFPLEEGPDIMDHCNGLFLLFSLLVVNPATQRISISDGSYQVIHHPIEVYKSRPYVYFGKSEKGVYL
ASLTIDGRLSIWVLDESCGQFKWVLEHQNNLKPLLLGLNRSKQVYGPWILRDINYHLYSQKFPGEWDLYDRNYDPSHFHS
PNDEAPAENNFEWHSDDDDIIDNQCNSEERNSGDYLTFLGFHPYKEVVFMSSGSMKGFAYHLKSSKLQCLGNLYPKHYKH
FAQHEDICQSFLYTPCWVDELPETSISVDNVCQD*                                             
>Osat_LOC_Os03g46120                                                            
MEQLLLPDDVLANILGRLPPRSLAAARCVCADWRAVIDDRRLLRTDLLPLSELNPIVQELEWPPSRLITRVFSSATKRWE
DRPFVREGEAAGTVGHLQKLSEYGEYRAVYWPGALYVHHFSYVIRLSMSDGKYRVIKLLPAIDIRYYQNFYFGKSEKGQV
HGPWILRDVNYNLYCEKIAGSWFYNADGEDISLEENTEALLEDKFEWYSDNDDVVEAQGGGENAMKIMRFQDSILIKRSS
F*                                                                              
>Osat_LOC_Os03g46140                                                            
MTINYLLPDDVLADVLGRLPPRSLAAARCVCAAWRATIDDRRLLRTDLLPLSLAGIFIHFDDLRFPEFFSRPSTPTTPAI
SGKLDYMPNKYALYAVNDHCNGLLLLYTHVVNPATRRCVTLPLLPPSRGTFSDNYIVFDPTVSPHYEVIRISYLMCNMRL
DPIIRESEWPPSPFLLNVFSSATKQWEDRLFVREGEAAGTIGDLVKLYSRQHYAAYWHGALYVHRCNYVTRLSLTDGKYK
VIKNPQDIDMSKCLKFYLGKSENGVYLASLEQELDLQLSVWILNESCAKAKWVLKHRNNLKPLLSRWGYHQVNGPWILHD
VNYDLYRKNFGGPWFYNVTYDDLLLEGNNEVPVEDKYEWYSDNDDVDHDTQDGVEEQSHVSISLLGFHPYREIVFLSLSC
ERGVAYHLNSSKMQDLGSIFPQNFNQVSEVGGGIEASFPYTPCWIGEFPEISSEDHLYRN*                   
>Osat_LOC_Os03g46500                                                            
MAAALPDDMLAEVLRHLGPRSLAACCRVCKPWRDLVDDRRLLRADLLPRSLAGIFLNFSGLCYPEFFARPSTTAGATTAI



SSLLDFLPFDGTKWYKIEDHCNGLLLLDCNCVVNPATRWWARLPPRPPPREDMERWSTSILLTSSSIQPRLRTTRRIQVE
LEPSEWPPPLYVLPVFSSRTERWEERTFVREGEAAGNTTVPDKRISLRNDKYQVIKLPKVTRMPSEDSYFCLGRSQKGVY
LALARHCCHLLVWILDESCDGIKWELKHDKDIKHILLGRNKVDLGPWILQEINYQKEEGSLSSYEWFRKKLEYELNEEAT
LEKSEWNSDDDNAPCNEDIIGRYNEAIDIIGFHPFKEIIFFSESFERGIAYHLNGSKVEDLGDLYPVGYDFVPSNEQMIS
ASYPYTPCWM*                                                                     
>Osat_LOC_Os03g46510                                                            
MVVAALPDDVLAEVLRRLAPRSLAACRCVCKPWRDLVDDRRLLRADLLPRSLAGIFVNFHCLYSSEFFARPPAAAAAISG
NFDFLPPKDEYDQYRHHQVEGHCNGLLLIRFRDLVVNPATRWWDRLPPRPLPRDEMDRIDAAYLVFDPAVSPRHYEVFLT
PSFRWKSESEKAELDPMVEASEWPPESYTLPVFSSRTGLWQERSFIRQGQAAGTIADMRSDWASDQRNGVYWRGALYVHC
QTNFVIRISLNDDKYQVIKPPEYSGRYLNFYLGRSEKGVYLALSRDNCLKVWILDETCSKMKWELKHDKHIRHILLGRNN
RQGLGPWILQDINHQKNPYIYEYDEIIEAPNQKKVECEQAALEKFEWISDDENVLDNEDIVTGGYHEYINIIGFHPYKEI
IFLDESLKRGLAYHLSSSKVEDIGNLYPTNLEYELINEQFITASFPYTPCFM*                           
>Osat_LOC_Os03g46530                                                            
MSSPVFVVVGFCLLRMFILFPNPVYHVAAFSQIGNNRSENTKEKYNHKVCKPRVCPGISSPRWPMNCPALGRQPAHYRGR
VFVRSFDLESTSKLARTASLFASPPRRHLNLSIAWLDLPIDPCTTQRTVSSIDRLAFTSASTGSIMVAALPDDVLAEVLR
RLAPRCLAACRCVCKPWRDLVDDRRLLLLLRAEELLPRPLAGIFLNFFGLFNSEFFARRPSTGAAAAISGDLDFLPTYTT
YGSREYQIQDHCNGPLDRGRRHYEVLLIPSFRRKPGPNDYLYDKLRGEVDPVLEASTWPPASYAIPVFSSRTWLWQERSF
AREGGEEAASTVAEMRSSWSSEFSDNRYSDFYLGKSKKGVYLAFCRDQCLKVWILDETFGEMKWELKHDKDMRHILLGCN
NRQGIGSWILQDINYRKDSYTYEDDNMEELDQKKVECEPNKEAALEKFEWISDDENVLDNEDRVTGAYHGYIDIIGFHPY
KEIIFLSESLKRGLAYHLSSSKVEDIGNLYPTSYNIHLINERFITASFPYTPCSM*                        
>Osat_LOC_Os03g46690                                                            
MAAAAVAALPEDVLAEVFVRLDPRSLAASRGVSKAWRAAIDARRRQLCGGLLPRSLAGIYIGHQSTASASRHVPRFFARR
PSSISGSLHFLPAVTAGGDIPVPPPGRHEIHDHCNGLLLLGGDPDPDTHRPAIVVVNPATRWCSPPLPPRRPPRMGASTF
PADFLAYDPAASSRYEVLSVTCFRRRCSACSCCLPPPGSGTSSSSGEERVLLDEFSEWPPSLQTLDVYSSSTGRWEERTF
HRQGEAARTTIADMRMDFSGHKCKAVYWQGALYVHYKTYFIMRFSLSDDKYQVIKMPTVRSNGHSHFCLGRSEKGVYLAL
ITKPRSLQVWVLNESCDEMEWVPKHENNLDSVFPRQTRRRWMLLQDLDKKDSTTFRKEHDEEIDFEWSSDGDDDSDHRGN
VPEYRLPATIFQGYHGNVDNNALGFGNFPQPPIPMFYHGYHGNIDVLGFHPYKEIVFLCEAMQTGLAYHLKTSKMEILGK
LPLVSSCEEILSNKSFTGVSLPYTPCWM*                                                   
>Osat_LOC_Os03g46720                                                            
MASERAGSKRAAKGTEGTTAAAAAAAALQLHGDVLGEVLRRLAPRWLAACRCVCKAWRDAIDGGGLLRADLLPLSLAGFF
LNFSCHDYSEYFSRPTTTTTTTTTTCHRHLITGKLDFLPSEGEWQMALDHCNGLLLLESGCVVNPATKAWMDLTPYPPPP
PLIEEEQEVKTYPEEHLVFDPTLSPHFEVLIIPHLLPFDKDRSKKQPPQNSAWPPSPLVLNVFSSRTREWEERPFVREGE
AAGAMADVASVRGTHYAAYWRGTLYVRCQSNFVMRLSLLDNKYRIIHRPVDAEAREFSSRYLGKSKQGVYFASLSKDRLL
VWLLDEPCGDMKWVLMHQTDLGPSLATSHKLDGHWILDDINYECSTWLFPKGRKPLTLARENFEWNSDDDDIVNDAAEDT
VKRRYDEYALILGFHPYKEILFIESMDRGYAYHLSSSKFEELGKLHPVSLHGIPNEHLDVELSFPYTPCWIEEFPQPELD
CKLNSIWKP*                                                                      
>Osat_LOC_Os03g47420                                                            
MEKQDDATQLLPDDLLAEILGRLAPRWLAASRCVCKAWQAIIDSRRLLRADLLPLSLSGIYFNFHDERHSVFFSHPSTRP
IISGMFTDYTPNADRVEDHCNGLVLLWGGVANPTTRQWAPFPEPPPPCTEIKGVCQLSNYLMYDPTISSHYEIFQIPRAL
DRYHDELDPMDDTSQWPPSPSVLNVFSSRTGEWEKRSYVREGEAAGTVADMALSFPYDHFNGVYWQGALYVHCEADFVMR
ISLSDKTYQVIMLPITTEVSEYKSHFFGRSKNGVHYALMDRDQRLRIWFLNESCGQKMWELKHDKNISFLLKRHDKYGQN
DGPWTLHYFDYCENYDQNDIDAHYEGYINEDYNEEYIAAQDCKHFEAASYEDRNGNSIRNVIVPINKFEWDSDNDSILDI
ENMNDEHRDTFFSILGFHPYKEVIFLNRQMERGLAYHFNSSKIQYLGKTFPECYHSEVHEMYASFVYTPCWIGELSEST*
>Osat_LOC_Os03g49250                                                            
MEGGSNDFPGDLLRAVLQRLPPPDLARAACVCRLWRGVASDRAVLEAAFASPWGVRRVVGEPETRAFWRAASLARFALSH
TVRRGDTVPGIALKYSIQVTDIKRFNNMMSDHGIYLRERLLIPISNPEILQGSTCYIEMDYNARREVAVFYPQGRPSGKA
ESSTNTAAAERRSRRILESVKRSLHTDDRTAAYYLSVTDGDPRAAMMEYSEDLRWERQQTGH*                 
>Osat_LOC_Os03g51090                                                            
MAACSIARIINLGDLAKCPKNLCCLLFRVVSKFLALSPSLLKEVEKDDGDQPSMTESVMANLPELHQDILMEIFALLEIP
DLVRAGSVCNSWRSAYNGMRSLGIYKLSQTPCLLYTSESAGDSVVSLYSLVEKREYKITLPEPPVRSRFLIGSSLGCLVT
VDDVSEMHLVNPITGEQIALPSVITIEHVNPIFNESGAIHMYEYSWYSASRVYHSEPSIFSLDELREYLLDKAFVFSDTS
TENYLVVLIHNPHSQLSFARVGDDKWTWLPPHTHYADCIYKDGILYAVNKVGEIHAFDLSGPVVTMKTIIEMVPGYACDK
MYIVQAPWGDLLQVWRSYEYIEGDYEADLHDADPAISVENTAEIKIFVVDTVEKKRVEIENLDGHVLFLGHNQSLCLSTE
QYPHLKENYTYFTDDNDLSLFGHKNNRRDIGLFDLKHNSREELVSPQLWSNFPAPVWITPSFTKLNFA*           
>Osat_LOC_Os03g51270                                                            
MTKPEALQLHHLPDDVLHRILSRLTFRESSRMGLLSRKWQKLWRSCCPKLIFTRATMFKPGNKTIRRTRTNFARRVNSLL
RQLCAPPTLNKFVVKFGLRRKHTCHVNRWVGFCSKLRARHITFDFTPGVKGIFRGLADEKYIFHLHVFSVPDRSPAHIKS
LHLSYVWLNTATTGFTGFANLKKLTLHKVSFLNDFQHLMLSECTALEWLSISCSSFTELTLCKPLRRLRYLSLHYCYMEK
VELEAPNLTSVDLTNRPIPLALSESLKVMEANIKLLHKSVLYGDNLDYICTELPAALPHVQKLSITSTLCIYDELQSFAK
TSVRFINLRHLSLYLPLYGDGRSVGGILRLAYLLELAPVLEELELHFRFSDFVIRQAIRVDMLPYRHDKLKRVVMSGACH
WQGLIELAHHIRRCASRLDCMIMDPMVRIKGLPTVDWLEERGRRIAKELLKRQEFQGVLTVL*                 
>Osat_LOC_Os03g51760                                                            



MPSAVVVRRARVRARSQSPPGEFDSARRTRPRMEGEEEMRGRGGKASARARSQSPPGGSGSAARVEVEGMGASAVPDDML
LEVFKRLSPLADIVRAAAVCRRWRLLVSGAGGLPAPPPYFGFFRNYAPSALPPFVPAAGVGLGLDHGALSVSPACGALLV
DCRGRRLLLRELGAGSARELKLLVCDPLRKTSVSLPSRFVAGHKVACCALLPGAGAAFRVAVVLFGAAAHFDILVYSSAA
SAWEAATGALKKSMNPHQGPTVVIGDVVYKLQSEEDKYVMAVDATKMTLSAVPLPNTGMLLYAGNHWIGKTHDGRLCFFA
LREQLVLAKWVLESPGKWVEQPAVDLRALMNPATVGDLSRIKLSAKISDQLRGCKLVSFGGFCEGTGALFFVMADWVVSL
DLATWRFERMWRNTDESRPLGDIFPVEMMVWPPVRRGDLGEKE*                                    
>Osat_LOC_Os03g56440                                                            
MSTKRRRACVCPNEVTTSTGSTGDLHACHETGAAAGDRSSSPSLLDLPLDVLLKIVARCDAATVLSLAATCKALRRIILG
DDFRRRLALQAAANGGFDPALLLGVSYRLHEHGGAEDDRRLVQAYGRRARFDESLLGSFTPVASRDGILVLRREHRDASS
GGGGAGQLCAIKTRPLELLVCNMLTGNTSSPPTLSFCDDDFTYPPALLTVAGAGAGCSFELLVADSHLTTQTYQSQNGKW
GARRAIAMPPDHPRLGARVDGCSAAVTGRTVHWLCHKSRPNSGEHAFVVLSVDADTARGTVTELPRECIGGKTGAFDVHG
LHLAGSAADGRLRLVAAGM*                                                            
>Osat_LOC_Os03g58764                                                            
MANPTKPSSRTTQPTAPPLRPRRLAPPGEWNGPVLLLLLLPTTQGERNSTLVGFGLSAATGFSRSSDLMATCIVASIMSI
GRLATALCSAILGALHKLSALPHIEEEHVGVLPSMVEAELPHLPEDLLVQILSRLEIPDLLRASSVCSSWHSAYTTLHSL
GQYKRHQTPCLFYTSESAGKNVGCIYSLAEQRTYKITLPDPPIRDRYLIGSSDGWLVTIDDKCEMHLLNPVTREQMALPP
VITMEQVNPTYDESGAIVKYENRSQFWHDGVMFSSRSMGSIISPRWQQLFLTGRAFVFSETSTGKLLVVLIRNPFGQLSF
ARVGDDEWDYLPEYGRYEDCTYKDGLLYAVTTLGEIHAIDLSGPIAMVKVVMGKVMDIGDGDRNTYILHAPWGDVLQIWK
TEEDDYIHPSEDDYDAILKNTASIEVYKSDLVEEKLVKINRLQDHVLFVGHNQTLCLRAEEFPSLKANHAYFTDDSQNWI
TEFKNNRRDIGVFNLEDNSRDELGSPQLWSNWPSPSNANLRTREWQHGGNPPSCGVADQGSVSGSHQKKGLGVYVMRLRT
KKGFLSSHWQPNRQQLTEFRFFHSSLQQSMETGIRLRNSPKFRANGDCHNRKRRKLKMSDPKYAYPYPAQGYYQGPYQGP
PVMAPPQYAAPPPRRQPSFLEGCLAALCCCCLIDECCCDPSIIFVS*                                 
>Osat_LOC_Os03g63850                                                            
MDPRRRADLSVGWADLPPELLEGIMKLMSPLERVTVRLVCSSWRTCARASFPSDLAFEAPRLLLRRPGPPRGPLAFFSLR
RAEILPFALPARLSAARCCGHMGGWLAMALDDDREIALCSVTSGESVGIPRPPVFPVAKVVLSAPPTTRGWVVAVLGRSG
TIALLQPDAEGEGGRWMAMEDGAKHGGFEDMAIWRGRLCALGGDGAVVAYRVSLGARVAAARVLRAAQHPVGYAAGAGGQ
QRVRGRVCMYLVVDMSGSLVVVQREYSVRRDAVEVEVEVSRFAAEERKWEAVEELAAGEALFVGSVVSVAARATEGSGIR
GNCVYMARREVELIAPHAIGVYSLADGEADGLAISGGHSLAAEPVWIAPSLA*                           
>Osat_LOC_Os04g02280                                                            
MAILREFGTIEGMENLLPEDVLSNIIHRLAPRYLAISRCVCKTWCTIIEAHNLLHVDLLPRPLCGIFINFNELSMSEFFS
RPSKGPTVSGNFDYLPCSSCIIDHCNGLLLFHKYVVNPATRQSAPLPPCPYMVVEHIFHREYLVFDPTLSPHFEVFMIPE
IRRSNVWYNMLNSDDKLDPAIEELEWPPSPCILHVFSSRTKVWEERSFVREGEAAGNVSDMRLDHPYVPDTSVYVPDTSV
YCRGVLYVYCQNKYVMRISLSNGKYQVIKPPSDCEGMAYTNLYLGKSMKGVYCAVRHLASRFLIYILDESSDRMEWVCKD
SCSIQPCQIIDGPGPWTLQDINNQERGFEYEDGNNEAVVEDRFEWDSDNDNVIETNSRGSGGYINFLVDTTRRGRYNSGG
YIDFLGFHPYKEVIFLSDSLRRGLAYHLNSSKIQDLGSLRPTNYGTEVGIQPFIQKFFPYSPWMGRFPEDN*        
>Osat_LOC_Os04g11450                                                            
MAEAATRGLPPVSPGLPLPEELVVWEILVRLPPKPLLRCRLVCRAWRRLTSTRDFLLAHHRHQPSLPLIAACDYADIMYL
IDVLTLTLGRRRGAAARLHPVARYASTADYLDSSCDGLLLISRNTGPPQYSICNPTTRQFGDLPLISGFMFLGLYQHSPT
GDYRILLYRAEKVVLEDLIPGHVERDASYVYTLGSNDMPRRIGWAEPEVSMLAGHSRRCRPAQLHGSLLHWYHSIKHMIL
VFDTTAESFRWMRAPIDKTENELNRELWADVLEMDSTLGLYCCNHDKTIVNIWALQDYEQEVWSIKYQVELPVTCIRGEL
DVGDSWSVMVSSEDGDEVVVVLVDCGQSVLCFDTDGKLLARLEHDGNDIMVTRMKLKQSLVPHAFFPLLKSYVVNDLPFI
*                                                                               
>Osat_LOC_Os04g11660                                                            
MGKAARTGLPPRRRGLPEEIVVWEILVRLPPKPLLRCRQVCRAWRRLTSTGDFLLTHHRHQPTLPLVDRYKCNEEFLLGI
VSLDRRAAAARLQPVAQLDDTCYMMSADASCDGLLLLSIGGIWWFICNPITRQFGALHLLCGFMVMGFYKHPPTGDYRLL
LYRNQELMSEHLIPGDRNTCYVYTLGSSDVPRCIGWPETSASGATVVLHCSLHWYQRSQDMILVFDTTAESFRWMRAPSD
RMKCTLDSGNLFDMDGKLGMYCSNDGCTIVDIWVLQDYKREIWSLKYQVELPVPEIRGMLGGAYHWSAMVLSQEGDVLVL
VSCDRWLFYIDTEGNLLASFQHYGDGLFTIGLKLKPSLVQHAFFPLLDSYAVNASPFI*                     
>Osat_LOC_Os04g11790                                                            
MATRSALPPRRRGLPEELVVWEILVRLPPKPLLRCRLVCRAWRRLTSTRGFLLAHHRHQPSLPLVVGYGCDGGSLLDILT
LDRRDAARPRLHPVVRLKNAAHFVSASCDGILILNMTNCGEFYYSVCNPTTRQFADLPMLTGFFVMGFYQHRPTGEYRLL
LYYQFRPEGSEDRYACYVYTLGSSEMPRCIGWMEEVATCTAVVLLHGSLHWYNYKTDKILIFNTASESFWSMRQADKMNG
NDLFEIDGTLGIYFCNDDATIVDIWVLQDYKTEFWSLKHRIELPVPDIKGKLDDGDDWSAMVLSEDGDVLVLVYYRQWLL
YIGTDGKLLASFQHDVGCHYNTPLKLKQSLVPHAFFPLLKGYVVNARPFI*                             
>Osat_LOC_Os04g11890                                                            
MAKRARLLSAAAGPVLPDELVWEILARLPARGLLRCHAVCRDWRRLATSADFLLAHHRHQPPRPLVFGCARWRSGAAADA
DAAVDSVDLIRHPAERRRVLGFSDYRQHQSFKIHSSCDGLLLFVSGRAFYICNPATRQVTPVPALTGGGSQVTLYPHPSS
GDGEYRVLKWKYPDAVCILAVGSSEKPRRIGLPEAFLPPVFWIDEIGFLPPVLLHGCLHWHLRKPEDAILVFDTVAESFR
WMVSPNVDGYGAHLVEIDGGMLGIGIVTQGMAKLWVLQDYETEVWSLRYHVKLPVARMRSIAREGFFSWKIVCHRGEILV
YIQSSVFLFLCDTKGNLREKIHLDNMLPCAMRHCLKESLVNHAFFGRHGGAHVGQPQFFCGL*                 
>Osat_LOC_Os04g13010                                                            
MTSQPHAGEDGGDRLSALPDCLLHAIMSLLPARHAVQTCALSRRWRDLWRSMPCLDIVGDEFTSSTTGSVRWDKFESFAT



NLLLNHDAPFLDRFRLRLPSSWHVRGGVQQRDIKSHSQPDVRQIERWINRGVRFYRPVELEITIGVGYDLKLPILGAVVF
SHRLKSLRLSRLVLDRGFGYTIRSWCPVLEAMELNSCIFEFDEITGNALRSLAIDGCSRRGLQVPDDALCVTAPKLTSLR
LKFSIHDFSVFLVDRMGFLVDASICKMFSSTTNFGNNVCNL*                                      
>Osat_LOC_Os04g13040                                                            
MGEDRGDDYLGTLPDYLLHKVMSFLPARQAVQTCVLSRRWRDLWRSMPCIDIDGDEFGGGMAKVRWEKLMDFANNLLEFG
DVHVIDFNPPFLERFRLHLAHSWTAPYIRAWKGSRLIECCILGGFRHRPAAAEIAVGVGVPLFRLPWLPSVSTSRLKRLH
LSGLVLDGCFDECICSSCPILEAMELKSCSCEFNKIESATLKSLAIHGCRSCLLECTTLAIKTPRLTSLLLRITVYYELR
VRLVDPMDSLIEASIREKSYEPINFDNDLCLSLGALASVRNLKLSWSRSMVFILSSYYSP*                   
>Osat_LOC_Os04g13150                                                            
MAEGAPIIYLDPATVAEARRRGDDPRKLEECTKYLMTHIYGLLPGPPVPIAAARTHAACAAAASDGVDRISALPDAILRN
IVSRLPVKDAARTAALSRRWRPLWRSTPLVLVDAHLFPRGRSFGVSASAPTRADTPGIVAAVSRILAAHPGPFRCVHLLC
GFMGSYQAQLEHWLRFLAAKGVDDLILVNRPWPFEAALPAAILRISTLTRLYIGMWKFPDIAGLPTNTAFPNLRELGIYA
VAMEKEGREVEFIVARSPVLETLNIQGGNTQVLRLRLEHRSLRCVQICSCCVENLAVVDAPCLERLVLYDSLSKDDSCVR
VKIVHAPRLRLLGNLETGFHMLEIHDTFVSAGIRSSPSALFTSVKILGLNVNFGVRHDAQMLPNFLKCFPNAESLHVVCA
KCSEATSLVSPNFWDDAGPIESIVSHVNVLTFREFKGEANAISFLKYFVQNAQMVKNVAVVLANPQFTSYSIDTLWTAKI
LKSVRWASKISSMQVYRSDDSEGGLIWSFQRGSDYSIRDPFVY*                                    
>Osat_LOC_Os04g13160                                                            
MDTRVPPVPMGRAMAAEFRRRGDDPDDVQGTVARVLSYIHYALPDPPVSAAARLYALAPHDAVDRISALPDALLRRVVSR
LPVKDAARTAALSRRWRPLWRSTPLVLVDAHLLSSSSAAPGAPDDSSKKAREAARGVTHAVSRVMGAHPGPFRCVHLTSS
CMEEFQGMLANWLQVLAMKGIQELVLVNRPWPLDLGLPATFFGMATLTRLYLGLWKFPATADLPRGVSFPNLRELGLCSV
VMDTQDMDFVLARSPVLETLCIKGNLFRMRIRLASRSLRCAQIIGSSYEEIAVVDTPCLERLIVSGTWRHDGASSGSVKI
GNAPALRVFGYLDPAANVLVVGKTAIKSATKVSPSNMVPNVKILALEVRFGVRNDAKMIPNVLRCFPNIERLHIKSGKTD
ETTGKLNFKFWQESGPIECIRSSIQMIVFHDFHGTRSEVNFLKFFFETTRVLKIVVILFDTGSFSSMDEVRSKVEVLRAA
KRPTGCLVLVTPSTEPEECNIWSFKRGSDFSRFDPFTDY*                                        
>Osat_LOC_Os04g13170                                                            
MDTRVLPIPMDEATMAEFRQRGQVPEDVESSIGTVLSYIHFAIPDAPVSSHARLSALPPDDDDDGVDRLSLLPDALLRRI
VSRLPVKDAARTAALSSRWRDAWRSTPLVLVDADLLPAGVSDADTDAAREEARAVTFAVSRVIAAHPGPFRRLHLTSSFM
DQYQGLLASWLQVLAVKGIQELILVNRPFPADLTLPATFFGMATLTRLYLGLWKFPDTAALPRAACFPNLRDLGFSLIGI
TNHDMDFVLARSPVLETLCLQANTLQRVRVASRSLRCLMMMGFDQDVNVVNAPRLERLIMLYSCGSSMLVKIGRAPSLRA
IGYLDLETHVLEIGDTIIKAGTRASPSTMVPSVKILGIIVCFGVRNEAKMLPSFLRCFPNVETLHVESRKTDELTGKLNL
KFWQDAGAIECIQSHITVMIFRRFRATRGEINFLKFVLESARMLKKLIIVSPKGTFASTDEANFRLKPLFATKWASKCCS
LVVLESDASAGESNWNFERGCDFSLMDPFAIIIRSSRLDISGSC*                                   
>Osat_LOC_Os04g19810                                                            
MASSEESSSSPAMHTDDGRDRLSDLPDELLGHILSFLPNVEAGRTAVLSRRWRDVFGCVDTISLEEYEGQRSNDWETFFY
EAEERKSCSGHLLDGLSAALLSRRRCNGRNLPLRRFGFAFDSITGWDVVFVDMCLHHVLRHASKELHLDLRFFICPICER
GGCRKRKAKVKSRRETPEKSDDDEEGHLYSTRCGYILPRKLYSCVALKTLCVSYAWLNVPESINLPLLETMRLTGPGNSG
RDIQRLISGCPRLTDLKIEGAPNLRTLCILDKRLRSFALRCCQNVKSVPIDSTELTTLAYSGAVQPESLLSLHGGQKPLG
EEIGRLGRFLDLFAGTTHLHVESARMGASMESKHFTSSLTFAGLTRLDLTGCLPSDGAANAVRRILEQTPKLECLTLFLV
PVPKEPDYGYYYGLQEEDVDEKRRERDGDDLFTTEDESMFSSIECLRRRVTTIYLVGYNGDELTQRLLARLLLGNALVLE
RVCVKLVKQKLAWQLKQKHDIEGWFVSKSAKATFT*                                            
>Osat_LOC_Os04g31540                                                            
MGIYYGRRKEKRLRITQSLAPAASAAAAAPVPDDLLVSEILARLPVKTLTRCKSVCRSWRAALEDPSFVRRHLELSRTRT
PPSALVIPHDGGDFLSRCISFHRLRSPEHTATDAAAAAATAELMLEATCPEEIGCGFVPSRATRRPGSSCSCRSAPMPGS
PSASGRPRRSATTRGATGTSSAGTST*                                                     
>Osat_LOC_Os04g32460                                                            
MTYFPEEVVEHIFSFLPAQRDRNTVSLVCKVWYEIERLSRRGVFVGNCYAVRAGRVAARFPNVRALTVKGKPHFADFNLV
PPDWGGYAGPWIEAAARGCHGLEELRMKRMVVSDESLELLARSFPRFRALVLISCEGFSTDGLAAVASHCKLLRELDLQE
NEVEDRGPRWLSCFPDSCTSLVSLNFACIKGEVNAGSLERLVSRSPNLRSLRLNRSVSVDTLAKILLRTPNLEDLGTGNL
TDDFQTESYFKLTSALEKCKMLRSLSGFWDASPVCLSFIYPLCAQLTGLNLSYAPTLDASDLTKMISRCVKLQRLWVLDC
ISDKGLQVVASSCKDLQELRVFPSDFYVAGYSAVTEEGLVAVSLGCPKLNSLLYFCHQMTNAALVTVAKNCPNFTRFRLC
ILEPGKPDVVTSQPLDEGFGAIVRECKGLQRLSISGLLTDKVFMYIGKYAKQLEMLSIAFAGDSDKGMMHVMNGCKNLRK
LEIRDSPFGDAALLGNFARYETMRSLWMSSCNVTLKGCQVLASKMPMLNVEVINERDGSNEMEENHGDLPKVEKLYVYRT
TAGARDDAPNFVKIL*                                                                
>Osat_LOC_Os04g35190                                                            
MASSDVSVDVRPEFNSFDHLRSIRYIATDRPWLTLYGIRVQPVTPFSSLSSRPDLALIHQCLPDELLFEIFARMSPYSLG
RAACVCRKWKYTVRNPTLWRNACLKTWQVCTVQYWYLGQILYKSLYVSRNTYIHTGTAEWQFTKTVNVVCYYRYLRFFPS
GKFLYKISPQKIKDVVKCMHFRASKGDCVFKGDYVLSEDGQIELALLYPGRRYTLVRMRLRLRGTTLGANNRLDVLKILT
TGVNATELRNWKGSVLELVETWDEDETHDPEVPAVTHSRGLTPFVFVPFEEADTSVMNLPVEKMDYFVPG*         
>Osat_LOC_Os04g35930                                                            
MEIEGSRKRKRTPAAAAAAEDRLSELPDCLLHDILSHLKARQVVQTCVLSRRWRHLWRSVPRLDVDCKDFWSPPPASTQQ
QQQHAALLAAEFARFEDFADNLLLRRSAAAPLDALRLRVDERCQRTTYGRWVRRAMVMHAPAALEVVRXYGGGGAAAPLF
AALPLSLPSGCHRRLTRLCLDGVTLPAGFDAMLASGSGLPVLEDLELRAAHYPFARIASATLKKLAVERCGGGGAGYLTS



DDGGVVVISAPRLSSLRLGIYLEPNWPAFAVEGPTPSLVEASIQVFHATAIDAHAPEPQITQRMSLLKSLCNLLAGISHV
SSLELSGLHGLVMPLQGEGNDPYNQAPAGQHYHNPDKNLAQYYQALPPIFQYQQPVQYYDIPPLHPLFPPYNYQHPNWAA
QHRQPMPLLQTMLDDNHGGLPVFSNLTTMVLRECNIHVNDSMKMLWRFLQNTPALEKLTLQNCKFSNGADVRKHGPKLKI
SSSLKFVDIIYKDVNHHDGEEDEYEDEDEDKDEHPEEVNKVLFIMSRKLKDVTVKVKKVDGYQ*                
>Osat_LOC_Os04g35970                                                            
MASSFRKRKTGWLILHPWRPRGRGAVQTPSPPATDRLSALPDALLHTILSSLKGRQMVQTSVLSKRWRHLWRSVPCLDID
QREFAAASENWAISRSDLEKFEDFADNVLAYRCGSPAKLDTFRLRICDRYHSLRSSDTDRWIRRGLKCSPREFHLHFDYR
YDSYLLEMHKLGSNYGCLTKLHLTNVSLHECFMEHITTVCTLLEVLELNRCSLYLQEITHPKLKNLVLHGPAVMPSLVRA
SIRFSVVFPCKCNFLNVLFNVTSLELSGFREMVRLEFNQVEFHAFKNLRTLLLDRCRPSYNNELLRHLLQNSPNLEKLTV
HCCKFSKGSLEWRKSSQHKNQVNCRKLKSTEIIYKDIDDVRELVDLLLDVSGHLPKNTIALTKI*               
>Osat_LOC_Os04g36020                                                            
MADRTTTATMIPAASSSRKRARVPTTGAGDGGGGGEGRLGELPDELLLSILSCLTTRQAVQTSVLSRRWRHLWRSTPRFD
VDLAEFARPPPSSAPWLLHGRGSTDPWERLRGFTARLLMYHAAPVLDAFRLRVATPFHRRADVESWSAFAGDLLSGCPAL
VDMELDRCKCFFHELSSATLRSLAMESCLWMRRPSGTNGDRTVSVVAPRLAYLRLLTFGHGDCKVFRFESGDSISEVSIR
GGFNLINLFRLLRMMPNVTTLRLSGFGPTSVSARMFRKFPRPPQSDNLALG*                            
>Osat_LOC_Os04g37590                                                            
MRRCGSSSGGRFTGGGGQKGRWPGFEGKRAAPVVKWSHAEAMKKKPSGRGDAAVTGDGGGWMRRLEEEEAGLELDGSCWG
SWSEAAATRASGTATGGAGKHVRFRPEAEAEAKRERPFDAGEWGGGGGGEVGGDGGEGRMYEWRWTEAVSPEILALILRG
RVDADEVARGAARVCRAWREAAAAPDVWGDVDIEAWCRRVNCRPRADAAVRRLVALARGTLRQLSAYRVGDAALAYVAAS
GKLLNVLQIPMSEISDQAVKKYAEFLPALRVLDISNCLKISSSGIEALGRHCKLLVQLKRNMPPPDVPHGYNAVPNVVND
EALAIANTMPVLEHLELAYGLFSDTGLGAILTRCPRLQTLDILGCWNVRLEGDIELRCCALESFREPWEPMYSDCSSTGS
DNDDDDEDNDSDN*                                                                  
>Osat_LOC_Os04g39070                                                            
MASAAAAAASDEPPRKRARSAGAEDRLSELPDCLLHDILALVGSRQAVRTSVLSRRWRGLWRSAPRVDIDQREFRRACGG
EEGEPVVDCDGFEDFADGILSPTLLGGTGTPPLDAFRLHLLYEGRFITFGRWVRRALTRRPASVDIHVEYGGTVDWPPAL
TLGDGAGTGRLKRLHLFGVHLGFISGDGGRLAELLPVLEDLRMESCTFGHEPSSPTTTIAIPTLRSLALAVVPRRTARPY
ALTVASPRVASLRLFLPFSRTRAAAVRVAPAEEGEALASLVTASITVLETDQELNRRMNKHKLDFLASTRNMLDRFPNVR
NLDLSGFPTIALLDKASQEFPTLPSLTTLLLSECDVGANCYVLKSVLRNAPNLEHLRLHRCKFLGTPKRKRGNSRSKGKS
SSTCLDSLSSKCKSLQSVEIKFRPIDNARHHDLVGLLKEC*                                       
>Osat_LOC_Os04g39080                                                            
MRRERDATQIPENPMEGIPQTAAAAAAAAAAEASEPPRKRARVDGGGGGAGEEEEDRLSDLPDCLLEDILAHLGSRQAVQ
TSVLSRRWRNLWRGVRVVVIDVGSFRLPGADGDPPRFRLDRIEDFADGVLSPSLHPGAARELDALRMRLDEDAVTTNFQR
WIRRALWRRPATVDLYYLPRRSFSWPPAVPLTPVTAVSRLKTLRIFGLRPTVVFGADEFPALEDLHIERCSYAHGTIASP
TLKRLALVSPINGCFVREQRLTAPGLTSLRLVLPYSREEGVRVITDAPLTSLVDASITIVDTDPGDPRNRRVNQFKVDFL
VAISNLLGRLTSVRNLDLTGLNATALLDNKSQEFPMFPYLTTLLLNECDIGYKYHVLRSILQNAPNLEQLRLHNCKFVGK
SRRKAGQTQSKEKTSKCSSSTLSSACSSLKSVEIKHPRGEPSHDLLHEFLKEIPHNQWRKRSIDEETISIELNRK*    
>Osat_LOC_Os04g40760                                                            
MSLSDLPDEALLVILNKLDTREAVRCSVLSRRWRRVPGMLPNIELDVDSFTPDHDDGFTSTLSDAARNNYAMVSAVQSLL
SHESRHDIRRLDLSFFSRDESVGIIHAIDDAMARGRRILDLRFDVLSEKSYMECPDSDRVKQGRRLLHCFDRYPRVFAGL
TSLHLECVTVQGPRFSDVITACEKLIDLSLVRCNFGKETALTIQHEQLSMINLEFCTCDTVELEWLPKLSELSMSVWFWS
PRQYPLVFGHAPRLQRLELTHAGLVHSKVLRLSKLLDNCTSLRELWLDFECEKVTDHHCVPLEEELLERMFICEKNNINW
EPSNFKHNNLTKLIIYGFRPENRFMSYIRRVMKAAVNLDEISLHDDRCEICESYYPITRYPHTKKERDLVKRAINEGRTS
PIKSIQFFHTSEARTIKIID*                                                           
>Osat_LOC_Os04g40770                                                            
MARGGSKLPIRKHNMTSSDLRLAPPTRGSSHGYAHGEPAIAGDSRRQTVFGHIFEGHGPYRGRPKQPASESDVGVGIGNE
SNDYAAAASQTNRRYGQVVRSLLLPKNISTPAAVQAFRGQGTMSLSDLPDEALLVILNKLDTREALRCSVLSRRWRRVPG
MLPNIELDVDSFTPDHDDGFTSTLSDDARNSYAMVSAVQSLLSHESRHDIRRLDLSFFSRDESVGIIHAIDDAMARGRRI
LKMCFDVVSEKCYLECPDRDRVKQGKRLLYCFDAYPHVFAGLTSLHLECITVQGPCFSNVITACEKLSYLSLVYCDFGEE
TPLTIHHEHLRVVKLEFCTCDTVELEVPDLLKLMMSVWSWSPRRYPFVFGHAPRLQRLELAHAGLIDSKMLQLSKLLDNC
TSLRELWLNFEREKIWILPETPTRLAPLLNNLTFVGVHRIHPNSGITWTLFLLEAAPLLKMLSIKVTDHQCKPIEGELLK
RTLCEKNNIYWEPSDFKHYSLTMLIFYGFQPGKKCMEYIRQVIKRAVNLEDILLHDDRCEATREATTRPPPLLAAAGLLA
SSAQADRGPAQGGDGNDHQIRTAPIESCGAAAGDGDGDGSGDGDGRGEQRRAGMRPMAAGMATAVVESADPAAARRWTVL
QAACPTSGAGVCGAPTLVVALWRQQAVVVRRTARSGSRFRSDASLVRSGVAWSPVVVIFDM*                  
>Osat_LOC_Os04g40780                                                            
MDLSNLPDNVLLDILDKLDTREAVRCSVLSRRWRRVPGMLPNIKLDVDSSFEHDDDGFTSTLSDAARNNYAMVGAVQSLL
SRESRHDIRRLDLSFSREESVGIIHAIDDTVRSLVGEVVLGTPAQGQGQAREAPSALLRRLPARVRRPHPTAPGVCHGAR
ASLLRLDRRLFSTIDLEFCACYTIELEWLPKLAELSIAVWPWTSHEYPLVVGHAPRLRLLDLSHAGMVNSKILRLSKLLD
NTTSLQELWLNFETEKVWIQLETPKHLAPFMRNLTLVDVHRIHPNCGINWTLFLLEAAPLLKILSISATDHLCVPVEEEL
IKRFVICKKSNINWEPSDFKHSNLSKLTIHGFQPNNIFMGYIRRVMKAAMNLEEILLHDDWCEDCESYYPVARYPQTKIE
RDLVKKAINEGITSPIKSIQFFHTSEAGTINIID*                                             
>Osat_LOC_Os04g40800                                                            
MASNGTSVAEGDKANQEDRLSALPDDILIHILDRLKTRDAVRTSVLSRRWRHLPGVLSKIILHVGSFKPKDGSMLAKDDL



RIRSNISVIEATQSILAHKSQCKINFLSVGFYLREESISIAHSINDAMANREIVSTKFMILPEKHGIQRMEDDKIICGKR
FMSFSYACPRAFGCLKQLILTCVRLGNSDFTDVLSTCKKLEYLQLISCDFQPSVLQMEHPTLIKMELVVCTFGSVDLKSL
PKLRTLIVDTWMGLEEIYPLSFGYVPQLSTLKLTYKGTTRDKNIKLSEFLGNAAIGALHLDFECGRIWIQPEHPKLLAPV
LRNLQIASLTCIHEECNLTWIFFLLEAAPLLETMHIKMWDHECKTSEDEELYQKEGTFIASMRKNIMHKNWRKDSRKVVC
TVDDVCKPIFITNIIDTRKNIELQPFENICSYFVPIFNYVMQTSPKIAMQISPKTDLIPTSVEL*               
>Osat_LOC_Os04g40910                                                            
MALNYSSCSLTSSFLMNEDCAGMMCGCGCWSEEASPLSSGGVNSLWWDELEFELELEEEEEFDPVDLLPTDPFGMNLETT
FTAAIASCIEDLTVMSSAGRFGDSRDDAVFADLSYYLNKAFVLSPEFQFGGYRGVFEGPLGFGGLSAGEGDSFGFMKNPS
SSGNADDSFGFVETPPTSGNAALECGDAVEVVPVQEGGVPHEGMLFALDYLGLRDILSVERVCKTLHSAVRNEPLLWKSI
HIEGDLRQRISDAGLLHLTQKCPDTLQCLSIACCVNITDQGLKAVLESNPRLTKLSILGCPRLTLDGLISNLKSFNTKAV
FGIKHLRVGTLFSLRKEQYEELLSLLNTDKTQEVHNRGPRFLHANRFLSDCNDGYALDIEMCPICQNYKLVYDCPDEGCD
DRRSGNCKGCTVCILRCYECGRCVDKLAFKESFSLDWVCPNCQEKKDLSPPMK*MALNYSSCSLTSSFLMNEDCAGMMCG
CGCWSEEASPLSSGGVNSLWWDELEFELELEEEEEFDPVDLLPTDPFGMNLETTFTAAIASCIEDLTVMSSAGRFGDSRD
DAVFADLSYYLNKAFVLSPEFQFGGYRGVFEGPLGFGGLSAGEGDSFGFMKNPSSSGNADDSFGFVETPPTSGNAALECG
DAVEVVPVQEGGVPHEGMLFALDYLGLRDILSVERVCKTLHSAVRNEPLLWKSIHIEGDLRQRISDAGLLHLTQKCPDTL
QCLSIACCVNITDQGLKAVLESNPRLTKLSILGCPRLTLDGLISNLKSFNTKAVFGIKHLRVGTLFSLRKEQYEELLSLL
NTDKTQENYKLVYDCPDEGCDDRRSGNCKGCTVCILRCYECGRCVDKLAFKESFSLDWVCPNCQEKKDLSPPMK*     
>Osat_LOC_Os04g40960                                                            
MTTLLSDLPDDVLLLILDKLDTRDAVRCSLLSRRWSRVPGMLANIELDVDSFAPDPDDDPDDGFTSTLSESARSNHAMVR
AVQSILAAHESRHAIRRLGLSFFSRDKSVGIVRAVDDAMARGRRIHDLWFTVSSEKPELLCAGRDVARQGARLASYRDKY
PRVFAGLTRLHVECVKLGAARVSAVSEMI*                                                  
>Osat_LOC_Os04g42670                                                            
MGQSPSTPRLAKSSSSSSSSTSSASPSPPPPPPPPPMAPPRAQRTMLVVAGDAPPTAGGGARFAAPPPERDHTQDLPDEI
LSLVFASLTPTDRNACSLTCARWKEVDASTRHRLSLDARAALGYAAQGIFARFTAVSKLALRCARGSGTDSLSDDGARQV
AAALPSARLARLKLRGLRQLSDDGLASLAGATPVIRKLSVASCSFGPKAFVAVLRSCPLLEDLSVKRLRGLPDTAGATTA
ITEEILFPPASSLRSVCLKDLYSALCFVPLVASSPNLRSLKILRCSGSWDLPLEVIAARVPGLVELHLEKLQVGDRGLSA
VSACANLEVLFLVKTPECTDAGIISVAEKCHKLRKLHIDGWRTNRIGDHGLMAVARGCPDLQELVLIGVNPTVQSLRMLG
EHCRSLERLALCGCETVGDPEIICLAERCAALKKLCIKGCPVSDRGMWALNGGCPSLVKVKLKRCRGVSYECIENLKVVR
GGSFSISLDIVLERDAGGAIENGGQEAGQVQITELTDQMAAMDLPTNASNAQSSAQASSRMRSVMSALRRRFGNPPAL* 
>Osat_LOC_Os04g49360                                                            
MASGWAQLPDDLLDNVAQRTAGIKDYVRLRAVCKSWRSFLRPRSRPPWLMLPYDPCSESCVRGFLDASDGTVHEIDLPDT
RGKRCCGSSHGWLVLERWPAVGCAPRAAGGGVLLPGPSAGGGGVGGAAVHGVRCGGAVGGVRVGQPGPACVPVGGARGCA
VVGAVGGRRLVAVGCPRRGRGGGCFLPAGGRLVGSAGVLWVRLRVR*                                 
>Osat_LOC_Os04g49950                                                            
MLPENVGDGGGGGGRPVMLPETVGDGGSSGLLCLPPEALGVSSSGGACVPPPETLGVEGGGTRTLAYASGGVCLPPETLG
GVSCGGGGERTLVFASGGVCVPPEIFGVRGGGDLTLVYASGGGVFVPLEEAVGCSGGGSRTLVSTTGAGGGGVRRGKVFG
EPRENLGAGGGGERTLVSDIGVCGGGVRRGKVFGGTDGGGESSLVSATGAGGGGVRRGTVFGGPRENLGTGGGGESSLVS
ATAAGGGGVRRGKVFGGPRENLGTGGGGGCSLVSAIGAGGGGVIRGKVFGGPRENLGADGGGERTLVSATGASGGGVRRG
KVFGGPRENLGTGGGGESSLVSATDAGGGGVGPGKVFGGLRENLGAGGGEERMLVSAVGVGGGGVGLGKVFGGPRENLGA
GGGGDCTLVSAIGDGGGGVGLGKVFGGPSENLGAGGGGDRTLISAVGADGGGVGLGNVFGGPRENLGSDGGGERTLVSAV
GACGGGVGLGTDGAHAPPLLVAATPAQCRSRPCGRSEATKVRVKGPQCSSASHAARRHARGMGHPVKKAASRSCLQRPSV
SRDSQQMPESVCGPPGKMLSNASSIIHGSRGMQHMSSKRGKRARRSSAGQPLPDEMMTEIVLRLPAYSIVRFRAVSRSWA
AMLSSPGFQDGYAAMADARRMSMSKFVFFAASPASPRGATAVYSCDVGPVRRITTTTTDLLFNIDRLRPGFLVVSSRPCH
GLTLLADTRSFAYWVCNSSTGVFRPLPRRRCHDLSSAGLAFDDRTKEHKVVHLFCHVSRGGENLFPDTTVFENRNSSVPV
LCFSVADEAFSLVAGPAVDGIADYCALDSHSPAVPLHLVELHGSLCMVRDLRHLPHGESCLEIWALRDYSASVWSLDFRV
AMTPQVARDMHDPRFITVLGCLGGARGDDVGSVERIKKILIATSQHKVHAYDPATGSIETVVTVPEDFAGGREEAVAGIR
IGLYEDSLARVGGESCRQREATAAMTEILLRLPPKSIAMCMLVCRQWRTLIESERFLTSHMLANMERKKVMVVTNGRRRE
NFFNFMPVETWIGPAAKARSDVLVNRRILCSKPCHGLNLISTSSDDYLCNPCTGSIRCLGIRGKFREIDPTVSIDDDRRH
VTRVGRNIGLGFDRLSQEHVVVEMSRFKGDLQLCMIKTSCVDYWSCAGKPPRPVTDMPPAHVDGTLYWISEPQPTARDRV
IVAFDISSREFSVLPCQPCCSERDGGDYPLLVELEGSLSLVVANAEENNLQIWTMQEADGTWHKSYSILLDERYPDFSLK
TGVVVVPLDAVADSNGGGRILLDTGRALGYYDLETRSIDTLYSLDQLKLPQCQMAFPMLYGDSLVPIQDDEPPDYVAPTL
RDDDGGRRCYYQPQHVEISGGEQPAAASCVFRPCEAAGGGCRGMGCVYAGSCCRRVLCRECSLPCVEHTDGFHTAILPFL
PRRSATATEMAEDLLLGLPLEHPCVPGPEYCYYYSEGDEVEEGVGRHVFVSLRDLARTRQPRRLIECGYRMDMIYILVLL
KNLFRK*                                                                         
>Osat_LOC_Os04g52870                                                            
MDFDCKTARGDSSSVNRSCIVTEGTVVQAKPVSHNGKAKHWNSLSTLNNQKCSYELLSDPKKNVETSDGETASKCDSWCF
TDLPSALVCEVLEHLDPKELGIVSCVSTLLHTLATDHQGWKKFYCERWGIPTPPVTLNGPLVPGGTSDWKSWKTLFVERE
FRSKSFMGRFSVDVLRDHSEDVRTVFLLASVNLIFTGGNDSVIRMWDLEEGLLIDKSRPLCCTIRAIAADTRLLVTAGTN
AFIHCWRAVEGNSYPFHISGNGTDQSPEFRLWGHEGPVTCLALDSLRIFSGSWDMTVRVWDRSEMKCVQKFMHADWVWSV
APHGNTVASTAGRDAYVWDIRSGELENVISNAHYGNAFSLARTHLADVLFTGGEDGAIRLFNVSEVSDDEDIKPAATWVP
HTGPVHSLAFEYPWLVSASSDGRVALIDLRKLLTPRKSSKQPFRVKNFDPSSIEPPQRMLHGFGCDLFSVAIGADRIVCG
GEDGAVKVWNFSEALEIEKRAQALRSMRQENRMRRKKAQVEMNANGRRSDQCGSIAMKRNQLKGDKSVTWHSKRAINDKV



KS*                                                                             
>Osat_LOC_Os04g53510                                                            
METRATECRTMQLLRELQTNKLDTSSKIIYAPRQQDDIYAGIMPELPLDKLPEDILHHVYSLMPLKDAARAACVSHGFLR
CWRRYPILVLNSKTIGLAKRKLSLYAEDVPLYEPALKVDDMESYAISKIDHIINNHSGIGVKVFKLQLFACPNIDAAVLD
KWFVHVIKAGIKELSLEMSLCKKRTEYNFPCSILSSKAGGGTIQSLFLSSCSFHPTVALGCNISLTSLHLYEVHISGEEI
GQFLSNSFALERLVISDCNDIIQFKVPCLMQQLKVPLGDLM*                                      
>Osat_LOC_Os04g56250                                                            
MEADATTAAQGRRRDDRWSSLPFDMLVLVVDRLGWSNHPSFALTCRHWRSAVSPFYPAWITPLLLSSADVGVANASYYSP
YFHRSFEVDGCTLNVPPEANLCCSNGRRLTLCLPKLVLQTDLVTGAVDELPEMPFYWFNFIVYDDADRRMYCVNTIFVVR
LARAIQDEDGEWGPWDLTEFNVEEGAQLQASPISNPVLHGGLLYVLGEDGKLAVYDPCNHDDNFKVVDKLKGFGIEHDRV
DSYLFESDQGELMAVLVGYTGTPVHVLKLNEETMEWEKMESLDGRALFTGTYTTMMRKTKLKSMQNKVFLPRLYEWPKTI
HVDLVIRDGEPAFIPKSHSQYSIEKITSNTSIWSYKVGQQEEARKFWGSEKVDYSIWVDFSTNLQ*              
>Osat_LOC_Os04g57210                                                            
MAMAVLLRKVWGSVLARAAAGAAPPEAFAAAASPRRPQAAGEYGSLGALDVLPIDVLAQILRLLGPADAARSTAVCRAWR
LLASDNGLWAFFLRLGPDPWELVVFAETHLGAGPALHPGLYYDSSPQLSFKHVYTRRAVVPGSIIVDGGSGYCKYGWSKY
AAPSGRCATFLEFGNIESPMYARLRHFLSTIYTRMQVKPSTQPIIVVLPLCHSDDTESARASRKQYRDTLYSVLFDMNVP
AVCSVDQAVLALYAAKRTSGIVVNIGFNATSIVPIFQGRVMHEIGVETVGQGALKLTGFLKELMQQRNITFESLYTVRTI
KEKLCYVAADYEAEKRKDTQASCEVDGEGWFTLSEERFKTAEILFQPQIGGVRAMGLHKAVSLCMDHCYNSEVFGDDNWY
KTVVLSGGSSCLPGLSERLEKELRELLPAHISEGIRVIPPPFGTDSAWFGAKMISNVSTFTEAWCIKKKQFRQKTRRNGP
SFVNVW*                                                                         
>Osat_LOC_Os04g57920                                                            
MAMPTVAAAAAVVPGVACGSSTRRVGVGNGNASAHAGGGCLAGGRRGAAAWVARARVAEAPPVAAEGSRQEAPAAPMVEI
PVTCYQILGVTEKAEKDEIVKAAMELKNAEIEDGYMAEVSTCRQALLVDVRDKLLFEQEYAGSIKEKLPPRSSLHIPWSW
LPAALCVLQEVGEEKLVLEIGQAALRRPDSRPYVHDVLLAMALAECSIAKASFEKSKVSLGFEALARAQYLLRRKPSLEK
LPLLEQIEESLEELAPACTLELLSLPQTPENAERRQGAIAALCELLRQGLDVESSCRVHDWPCFLGQAMNKLLATEIVDL
LSWDTLATTRKNKKSLESQSQRAVVDFNCFHVAMLAHFALGFSTRQADLISKAKTICDCLVASENTDLKFEESFCLYLLG
EESGTTVFEKLQQLQSNGNSNSRNYGLPKKKDGNDKVTVCQSLELWLKDMALSRFADTRDCSPSLANFFGAPKRILSTSK
QKLGATRMVRLSSQPSSSVSPCNRALGEQTPRLNSTSHLGEAVKQLAPNNLGVHSSMDRPANGSTTTSVPLKRNLVSHPA
RTLESWGLTGDIVGKLAYSALIGFALFGTLKLLRLQFGHMKPASASRGSAATQSLNEESTLEGSFITSSVRKHFEKLPKM
LWLNNRLYSRSEESDLSSVANAVAATVCKQSMALQEAETLVKQWQDIKSEALGPDYQIDMLPEILDGSMLSKWQELALSA
KDQSCYWRFVLLNLSVVRAEILLDESGTGEVAEIGAVLEEAAELVDESQPKKPSYYSMYEVQYILRRQSDGSWKICEASA
SSMARAPMLGFGILTVYKFSFFSEIPEAADILAKILSQLPINDAIRTSVLSRKWKYFWCSHTNLTLNKGTMRKPYVKTLT
PYRWRWLRDYEFITRVDAVLRQHSGMGVQRMEIKFRLHSKHADHIDRWVNFAIASKTKELVVDLSGQDKGSFFTDLTHSN
CIRIIKEPPYNLPPQLLGLNYGSYLRCLELTTVSLQLPADFKGFLDLKILSLVDMSITDEDVQRMLSKCNLLEFLEISYC
EMVTSIRMLHPLDRLKHLVVDICPNLQEIELNCSPTTLKYSGTMVPLIFASTSRLTNISIVFINYQSAISYIITGFPSTL
PRLETLTLHCGERERTIVPEGPFKFTYLRNLRLELALCGHGNIRKTDALDYAYILKIAPFMETLELSGGTSKQPKFFFFR
LVNTYIARIRDTGTGIRIRRYGNFQKH*                                                    
>Osat_LOC_Os04g59010                                                            
MTEMPPGSSSVLCSCAPLSRLGWLQFPTKLSLAMAASDSDSDADAAAAAAASLLPAPIHLLPPDALHNVLLRLPLRDAVV
CRPVSRLFHETLSHNFLALLPSLRLLLLRHPRPEGGGCLHAFDPDRRTGSAPLLRLPPQPVLLPRRLLPLSPLPLARVPF
AFPAIPPLLLLLLLHRLHRPPAQIARCLQPLRGDLQLPAPSRICLGAPRHRPRWPRRRRPRAHRARRPLLHPIRIRQVDE
ASPLAPLQAAEPYTRLRRCRRLRALRCRHPVAQPVEALLLPALHAHRRLGPRRALRVGRCLRDPQAPAPPRWCRRPPCPD
DRRPQVLVRHRRAMLHGAHPTPRSGHHGVGRSWPHASQYVPLLHRPL*                                
>Osat_LOC_Os04g59130                                                            
MSFRSIVRDFRDSFGTLSKRSFEVKISGFSGRHRGKSIGPSSELDDTPVVAQQSKWAGLPPELLRDVMKRLEEDDSNWPS
RKDVVACASVCTTWRDMCKDIVRNPEFCGKLTFPVSLKQPGPRDGVIQCFIKRDKSKLTYHLYLCLSSAVLDETGKFLLS
AKRSRRTTHTDYIISMDSKNISRSSSGYIGKLRSNFLGTKFIIYDTQPPYNARTLCSQERTSRRFSSRKVSPKVPTGCYP
IVQVNYELNVLGTRGPRRMQCAMHSIPASAVEPGGIVPGQPKELLPRLFEESFRSMATSFSKYSITDHSTDFSSSRFSEF
GGGALQGQEQEQDGDDVNKERPLVLRNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLIAAAPQPSSGAASEPSQAGQAAQ
QQTQPSQPSSSSSSSSSNHDTVILQFGKVAKDMFTMDYRYPLSAFQAFAICLTSFDTKLACE*                 
>Osat_LOC_Os05g03210                                                            
MKQTRSSLLADDEDRPRWLKKRRCDLHQWSDLPSELTEDIASRLLGYDVAEYLRFRAVCKAWRECTPHPRELDSRFRPRR
WILLSSTSGDMRCRFLNIATGACIQVDLPEELAAGGQIQIECRTEGLLVLRDKVTDAIRLLNPLTKAVTDLPPITAAMAN
VIPEKRVHAEIPWSLIAYAGISDETSPPTVAIFLRDMRLNIAYAKAGDRHWKLLDDKAWSTFPSSISRSDGQQLRYVNYL
SVVTLRGRIYLVTYQGNILKLSIRPRPQLIPIVKDQTKHSMWHGRVLCPNVVSYLVPPNDDDHRMLMVRYYGDLTHLTDH
EQRCIKRRKKNDLIKLPSKNPCRYNWRILQVFEVDIVRKKLVRVDGIADDRAVFVGDVACVSLSIDRFPSILGNTVYLGM
NSCCAVGFGLCHLKDRTVEPRLEHVLESGRKAPLLVDISLFHLGRIVPFARPCTLEEYLVCSVGFKNGIKD*MWQSTFAS
APSARRGGSAPPTRANSTAASARAAGSSSPPPPATCGAASSTSPPAPASRSTSRRSSPPAARSRSSAGPRASWSFATRQQ
TISRRHSRWMSLLIWHAQLQDGVEEHPQ*                                                   
>Osat_LOC_Os05g04750                                                            
MAMELERATKKRCGGIDGDNPAADLTDDLIVEILSRLPAKSVCRFKCVSWRWRRLISHRDHRKKLPHTLAGFISHYSVPL
HDGIVLIPHFDSIDGGEEDEEEHRLVPDPSLSFLPGYRTIFPKDCCNGLLLCLCCKNSPRDESDYVVCNPATQRWIILPE



IDRADPVSTVRLGFDPALSPYFHVFAILEHVDGCVSGVEIFSLETGAWSHRENGWGDEDDHTVHPDAKSAFVDGMVNFIS
YNSAIIAVDTEGKKWKTIPFLEEMTCECISNGILAFIGQSQGHLYYINFRDWDSSILSVWTLDDYCSCGWSFKYNISTSQ
LFGWTNMKLEREYSLIAIHPECNMIFYVFRDEGQNTLLSYDMDRGKVNSICNMRDPFWKTWDPCLPYVPVFMESLPDHA*
>Osat_LOC_Os05g04770                                                            
MAMELERATKKRRGGIDDLPDDLIVDILSRLPAKSVCRFKCVSWRWRRLISHRDHRKKLPHTLSGFISRYYGPLNDDELV
SIPHFDSIDGGEEDEEEHRLVPDPSLSFLLGYMSISPKDCCNGLLLCLCCKNSPRDESDYVVCNPATQRWIILPEIDDYD
QLASIRLCFDPALSPYFHVFAILEDADGCITGVEIFSSETGGGATGRMVGLTKMITCRQWSFKYNISTSQLFGWTNMRLE
RKYNLIAIHPDCNMIFYVSRDEGQNTLLSYDMDRGEINSICNIRDPFWNPWDPCLPYVPVFMESLPDHA*          
>Osat_LOC_Os05g07950                                                            
MAREKSKKEEEGSSATRNPAAELTEDLIVDILSRLPVKSVCRCKCVSRRWRGLISDPDHRKKLPQTLAGFFYSSENESSF
PDEETFPIVICETLVALGRLSLKQSNNNAFSEGTEEHLAAVRHLLRKEKVVNLSSVRMNISLQLDMVIWLLAELKDVEAG
RLCSTSW*                                                                        
>Osat_LOC_Os05g08010                                                            
MAKGSKKKKGSSATRNPAAELTDDLIVEILSRLPAKSVRRCRRVCRRWRRLISDPHHRKKLPQTLAGFFHLSVNESRFPV
EARHFVNVSGIGGRLPHVCPSFSFLPRFERISMVDSCGGLLLCQCFESSDAFRYVVFNPCTEEWIVLPESGFHPKDRGFC
ARLGFDPDVSSQFHVFEFVPCDDVTGVKIYSSETREWNYRESEWCTDTGISDICRSAFCNGMLHLVSYQRSIVSVDVEGR
TWRTTKVPKMEGVEEVRDWLPGSICQSEGKLYYLSQYNTVPISLSIWLLEDYSKDEWTLKHSVTNELLYEKINSKYKSSE
FCYVVIVHLDCNLIYYITRDYTLMAYDMDHKESRVIQALGSDCILECLPYVPLYAETLSNRS*                 
>Osat_LOC_Os05g08350                                                            
MAEEEDSRVWIPPAAEKLTDDLLVEVLSRVPYKSLCRSKRVCRRWRRVISDPDHRRLLPRYHLHDAVVGFFDHRSFISFS
GRGRFVGPSLPFLPDCGDLRLLDICNGLLLCRRRRLSDPRRFDYLVANPATEQWIVLPESGWTHKEQIARLGFDPAVSSS
HFHVFEFELVEHSAMGMSGDHDGNVVAVEIYSSETGVWIHRNNGWGCIIRTLDIWRSVFFKGMLHLITMDDVVAVVDVEG
NSWRTIPMPETFVDPYYGVDDGFIDVSQDCLCFVNTDRDDLYKLSVWVLEDYSSDQWTLKHTVSHLHLFGTDKQHFGYDD
KVVSIHPKRNIIFLVSLNDGIFISYEMDSREVHYILVNHATRQWVVLPESARSDKRQIAYLGFDPAVSSSHFHVFELVEK
NPANADGEADDGELDATINALEIYSSETGVWSHKDIGWGHQIGVLDDWRSVFFNGMLHLITMGYVVAVVDVEGNSWRTIP
MPQTLDDPDCNVDDGFVDLSQGRLYFVNTDRYDLYNSLSVWVLQDYSSDQWTLKHTVSHLHLFGRRRKDFGHDY*     
>Osat_LOC_Os05g08440                                                            
MPRLLLRRLCVRHRRRPKPQALAAAVSNGTTSAIAEELTDDLLVEILSRVPYKSLCRLKCVSMRWRRVISHPDHRRQLPR
HHLQPLAGFLYADYRVLNRFQIVPALDPPPLIDPSFSFLPKCDDLQLVDSCNGLLLCRCWNQLNEHRTFNYVVCSPTAKK
FVVFPDSTCSKKVRPFLGFDPAVSSHFHVFEVVEDWDYYDCDDDDLECDGVEDVVGLRIYSSETGVWSDEIDNGWSNRIR
IRRDQKGGSKSVFFNGMLHLVAIQPVVAVVDVEGKNWRTIPLAHKDGSPLCGAHPPCASGPEGFIALSRDLLHFASTDSY
GDWEISVWVLDDYYGGQWTLQHTVSTMRPFERTMRRRMNPDDCTLVWIEGRKMFFMFYDYVHCILTSYEMDSGEVRCLSR
PRSYCEPPYLPYIPLFLESLADGP*                                                       
>Osat_LOC_Os05g08460                                                            
MAEGDSRDGRRGWIPPPAEKLTDDLLVEILSRVPYKSLCRSKCVSRRWRRVISHPDHRHLLPRYHLGDAIVGFFYSDTFT
NVTGEGRPFVDPSLPFLPKCEFLNVLDSCNGLLLCRCWRLADPRRFDYLVVNPATEQWVILPDSGWSDKVQTARLGFDPV
VSSSHFHVFEFVEDGAGDADGNVDDDDDFDGHVKGVEIYSSVTGEWSHKDNGWDWEIRIRDEWNSVFFDGVLHLITLEYV
VAAVDVEGNAWRTIPMPQSLVEPFDGIGEGFIGLSQGSLYFVNTDHDEPYKVSVWVLEDYSSEQWIWKHTVSHLHLFRTK
RLLFGHDYKVVSIHPEGNIIFLVLPHSKILMSYEMESREVCFICGIGGSSDWLLYLPYVPLYSESLADGH*         
>Osat_LOC_Os05g18660                                                            
MTTPLPVSAGDASRVLFTGIRDHTDILIEVLLRLPPWSLCQLRCVCKLWLERTTSSTFLSAYAERHTTNPSNWFLLDRTI
FIDTAPTPRGPIRALLRNSEPPKVSSIITSSRMCSIHRKESFYDQLPMVVSYSGGLILLTGNENNYYVCNPFTGDTFLLP
VPKPQLRNAESLGIVARDGEYVVAELMMSCLRSFSSVNGRWEEKPLVCPQFSRGDMVFSSGGMLHWVDLNCGILSCDPFA
SEPTVLFINLPEASGRPTRGLDEWIHMRYVGVSAGRLCFFDIDEDDGESGSMSLWALGGNSGEWVLEYKVDFEDLWEDES
YDDYSLDEDEVPLVGLVDPLNEHSVYVISQDCLFNIDLKTKQILNCTAQTNAGREVGSSPPIACVVPPLPHLVSPYPSCL
RKEASNSDPQEAGSSDKPQKSGKGRRRKSKT*MTTPLPVSAGDASRVLFTGIRDHTDILIEVLLRLPPWSLCQLRCVCKL
WLERTTSSTFLSAYAERHTTNPSNWFLLDRTIFIDTAPTPRGPIRALLRNSEPPKVSSIITSSRMCSIHRKESFYDQLPM
VVSYSGGLILLTGNENNYYVCNPFTGDTFLLPVPKPQLRNAESLGIVARDGEYVVAELMMSCLRSFSSVNGRWEEKPLVC
PQFSRGDMVFSSGGMLHWVDLNCGILSCDPFASEPTVLFINLPEASGRPTRGLDEWIHMRYVGVSAGRLCFFDIDEDDGE
SGSMSLWALGGNSGEWVLEYKVDFEDLWEDESYDDYSLDEDEVPLVGLVDPLNEHSVYVISQDCLFNIDLKTKQILNCTA
QTNAGREVGSSPPIACVVPPLPHLVSPYPSSYI*                                              
>Osat_LOC_Os05g23810                                                            
MKTVETTSSGLFSLPIDLVEEILMWLPSRSLARLRCTCRSWNELISSGGFVDRYLQNAAARHSAPAKLVLTPLSKRHARS
FHAPMCCRDCPRIIGARPCRGLVLFCRPCALTYSVCNPSTGGVLHLPPCHSEWYMSSAGIGFDSATGKYKVVQLVDPSSP
KVVGTQCRVLTVGDDPLGWREPLGEACTILQEDHAKEGGCIADVDPVFANGRLHWTLTPKFLVCDTPQGILAFSIGDESF
VTVPLPPFASADLDVCSSSVCVATNVYLEHVRPSKLLPKNKEIFAPAGTVLAELDGCLCMVRDLRHRRNMDLNETTMFEI
WKLGTYETGEWSLDYRIDLPRGYRAAERLVTPWLVMPLAYVGGDPASTGGQRRKAVLLATTAHEAHVYDPEAAVLHRVAS
MSDDESRSCDAAFYLDNRLRLTLYQESPVQMDGMEHDGGDAKLIGFLSELSKEQKLDFIALLETGKDKFADSWLNNICGG
KYFLWHWTRPKGRSGGILLGINLELFDVASIDEGEFYIKFHLRNKEDAFLWNLVAVYGAAQDEFKQDFLLELVNSCSKEA
LPMVIGGDFNIIRNPMEKNNERYNDRWPFLFNAVIDSLNLREILLSGRKFTWANSMPNPTYEKLDRVLVSTEWETKNPLV
TVHALCRDLSDHTPLVLDTGKGTHRNSQPLFKFELGWLLRDDFQNLLVEIWSKDIQKDIQGATNIERWQNKIRRLRQFLR
VWAKNLSGVYKKEKARLIAKADELDKLAETRILTSQELILKNSYKNALAQLLREEEVKWYQRAKTKRIVEGDRNTKYYHM



IANGKHRKTKIFQLEQEEGVIKGDAQLKKYVTNYYRGLFGAPDRNCFSMCESQKDDIPQVSMEENTFLTKEFTEEEVKHV
VFQMEHNKAPGPDGFPAEFYQVFWEVMANRIALVAQKVIRPSQTAFLKGRNIMEGAIILHETLHEMHKKKSNGVILKLDF
EKAYDKVNWNFLQQALRMKGFSDIWCKWIDQVVSGGSVAVKVNDEIGHIFQTKKGLRQGDPLSPILFNLVADMLAILINR
ARDLETLNGVIPHLVDNGLSILQYADDTILFMDHDLVKAKNLKLVLAAFEKLLGLKINFHKRVQSFEKEYPNLYNLVRNK
NEVVAKVIFMGTHWARTWSLLLKGTDEEIVKNYCKVLEKACGGILLRVWLEPEKKIGSLVFSSFVVLKTFVLSSLM*   
>Osat_LOC_Os05g25580                                                            
MNRLRRRRGTSVAPPVTLPDDDDLLSEILLRLPPRPSSLPRASLVCKRWRRLVTDPAFHRRFRARHRNPPLIGVFEDYLG
YPFFRSVLDPPDLIPRERFRLRLAEDEGGQWRFYGCRHGRVLLFNRAKNEILVWVPDTGDHRRVAVPPEIDGKEKIIWNG
AVLSAANADDGFSSCPFKVVLVGVAGNNTQMFACVYCSESGKWSDLISVAAPFLVFFFRDPGILVGHALYWMASGDHGST
ILQFDLDDQTPAVIEWPSDSDPNCYTQTWLTEGDCLRVATFSRGSLQMWERKVCSEGVAKWVLQKTYELKNVLNPEIRLN
VEYVTKLGYAQDIKAKKVWESCVIAPIHPYASTYVAVLSKEGKKSEASPDNILLVNEVLIFFLLDYVSLRMHYSSPFIYT
RNYGLRKTGKVSRL*                                                                 
>Osat_LOC_Os05g27550                                                            
MAAPELNSLMDDVVEEILLRLPPDDPSCAVRASLVCKRWRRLLTDDPCFQRRYRAFHRRRARAPPPLLGFIHHVSDDQHP
GAPTVSRFVLTNAFRPAEPERRRGWWWPIDCRHGRALFHSAGEGLAVWDPMAGDVRWQQEPRIPASDCMYSTAAVACAAP
GCDHDHDHGDCGGGPFVLVFVAVDERHETASAFSCSSETGEWSSAPSTVHLDRETVLRYDLAKLELSAIEPPEVHSDVLL
TTTEGGDLGLAILDDQRYLRLWAWAADHGVTRRWVRRRVVDLFAELPFLQHVLPLNLTGFDEGTGMIFFQASDGDYAIDE
LMSSPRAKKLWGRDNFSNVFPYRSFYVHSNSLRRRLT*                                          
>Osat_LOC_Os05g30920                                                            
MELSPPSPAPAPEGRWADLPGDIAISVASRLQEADVCALGGCSRSWRRACDADCVWEALFRRRWPLAAAAGGGGGGEGEG
ASGVQGWKALYINHHRRTAVAISGVAEFVENNLRNGSLEAEYYLKAIANLASMRDIGFIDAQFFLLSRNYSAIMNLIGLH
YSISSLNIPPNEVYKALQARKVEERKVCVSLYKLGRWFYGFRLPDESESHEISLSELTMSEGATILAILKRGAVHEVFRL
QVSLVDINK*MELSPPSPAPAPEGRWADLPGDIAISVASRLQEADVCALGGCSRSWRRACDADCVWEALFRRRWPLAAAA
GGGGGGEGEGASGVQPNEVYKALQARKVEERKVCVSLYKLGRWFYGFRLPDESESHEISLSELTMSEGATILAILKRGAV
HEVFRLQVSLVDINK*                                                                
>Osat_LOC_Os05g36190                                                            
MSFRSIVRDVRDSFGSLSRRSFEVTLAGLSGLTGHHRGKSQSTVHELCDADLIIQESRWASLPPELLRDVIRRLEASEST
WPSRKDVVSCAAVCKAWREMCKEIVLSPEFCGKLTFPLSLKQPGPRDGMIQCFIKRDKSKSTYHLYLCLSTAVLADSGKF
LLSAKRHRKTTCTEYVISMDADNISRSSSTYIGKLRSNFLGTKFIIYDTQPSYNGAVIPPVGRSSRRFNSKKVSPKMPSG
SYNIAQVTYELNVLGTRGPRRMHCVMHSIPASSVEPGGIVPGQPEQIVPRAFEESFRSTTSFSKSSIMDRSMDFSSSRDF
SSARFSDIAGGTINGDEEGQNKERPLVLRNKAPRWHEQLQCWCLNFRGRVTIASVKNFQLIAAPAQPPAGAPTPSQPAPP
EQDKIILQFGKVAKDMFTMDYRYPLSAFQAFAICLSSFDTKLACE*                                  
>Osat_LOC_Os05g37690                                                            
MGGEAPEARRLDRAMSFGGAGSIPEEALHLVLGYVDDPRDREAVSLVCRRWHRIDALTRKHVTVPFCYAASPAHLLARFP
RLESLAVKGKPRAAMYGLIPEDWGAYARPWVAELAAPLECLKALHLRRMVVTDDDLAALVRARGHMLQELKLDKCSGFST
DALRLVARSCRSLRTLFLEECSIADNGTEWLHDLAVNNPVLETLNFHMTELTVVPADLELLAKKCKSLISLKISDCDFSD
LIGFFRMAASLQEFAGGAFIEQGELTKYGNVKFPSRLCSLGLTYMGTNEMPIIFPFSALLKKLDLQYTFLTTEDHCQLIA
KCPNLLVLAVRNVIGDRGLGVVADTCKKLQRLRVERGDDDPGLQEEQGGVSQVGLTTVAVGCRELEYIAAYVSDITNGAL
ESIGTFCKNLCDFRLVLLDREERITDLPLDNGVRALLRGCTKLRRFALYLRPGGLSDTGLGYIGQYSGIIQYMLLGNVGE
TDDGLIRFALGCENLRKLELRSCCFSEQALARAIRSMPSLRYVWVQGYKASKTGHDLMLMARPFWNIEFTPPSSENANRM
REDGEPCVDSQAQILAYYSLAGKRSDCPRSVVPLYPA*                                          
>Osat_LOC_Os05g41490                                                            
MSMRRLGSGNAGGGAAVAGEWDGGGIAGRMRGVNAGIMDEKVLELVFRALNWDPRELCVVARVSRRLRAVAERVLWRELC
VSRAPRMVSALSGPTAAVAAAAGRIGGGWPAMAKLLFFCCGAAGAAVPGHFAPVSRFSKTSGRSFLSRRCAGDLLFVSDP
CEHAAGAASDDDVVGAYRGVYRGFMRSRTRAFLVGHRAPLEPRVRCPYCGARVWSMTAAGLAPRSACRWLGANEGRLEYF
VCVSGHLHGSCWLARLSSSSSSSDGERSADSDSNHSDDETFAAADVSLPLPPAGRVPARRLRGRPAM*            
>Osat_LOC_Os05g43490                                                            
MAEDPAGSRRWRCDAGDEHGCWLSSSAGGGGDDHFDRLPDPLLLVIFNRIGDVKALGRCSLVSRRFHDLVPLVDSVLVRV
DCVIPDDPASSSSSSSSPSAAPSSPTASARARTVFSQIARIVLGGIVKPIQALGQILSPANSASVLAASVTSSPSSSSSS
SSSSPPLPGDVSHHSPSEVLRSFKELRRLRIELPAGELSMEEGVLLKWKADFGSTLGSCVILGASSAGKDGGAGAAPAVD
CGESDETGSIPESFYTNGGLKLRVVWTISSLIAASARHYLLQPIIADHTTLESLDLTDADGQGVLTMDKWQLQELRVKPV
SASGGSHRTLMPALSMRLWYAPHIELPGGLVLNGATLVAIKPTEEATRDTVGSGIAGSAGGCWVSDAFEEPYRTAVGMLL
KRRTYSLEMNSF*                                                                   
>Osat_LOC_Os05g43850                                                            
MALWRCSSSWLSSVSRSSGGVGGGESKVSPEIAPVSGGEGEGEEEEGEEERWSRLLPELLTEIMRRVDAGAERWPPRRDV
VACACVCRRWRDAAVSVVRPPLECGRITFPSSLKQPGPRDAPMHCFIRRNKKNSTFYLYLSLTQALTDKGKFLLAARRFR
NGAHTEYIISYDCDDLFPGSNSYVGKLRSDFLGTKFIIYDSQPPYDGAKPSRSQSSRRFASKQINPNVSGGNYEVGQVSY
KFNFLKSRGPRRMQCNIQCPVGQSTASDPLKKLISTSSPLALRNKAPRWHEHLQCWCLNFHGRVTVASVKNFQLVAPAGT
SDPWGIADEETVILQFGKIEDDAFTMDYRQPLSAFQAFAICLTSFGTKLACE*                           
>Osat_LOC_Os05g45040                                                            
MPVRRRQPRRRETGAAERYREMGISAALSRPWDYPTACGEIAALLRIGYGDLPKAAQALVAGDVLLAFRLLPDVQTGYAL
SAANGLLQAVDGSLPKQKKAQAVSEFKRSVVAHKRRARVQQDPGVPHIPYDVLVHIFSFLDMRSLVAAGLVCWPWNSAAN



DNHLWEMNYSLFFGICHINCNSTPTAGNVQNTDYHVQNSIYQVSPDPGFNWKEAFHKKYAEQETWSSASNRALCGYCRSV
IWLCDLTCATPHYCLNNGKDGVKLGPLLPHTVADYILDIADLAASSTESDDTDSDSENYPQARFWSLS*           
>Osat_LOC_Os05g46300                                                            
MARRKGRKGAFYRRRHRDPATYGDAAGRKGAAAALYCLRRRRTPAAAPCDGDRISDLSDDVLLLILRRLDTRAALAAAML
STRWAPLRRELDALDFVVGDVLPPRYHRSVQLHKTIAYNGDAKALVATIKRQERLAMRNMAASIGCFLDADDSHDRAGRA
RRRRRRIGRLRVEFFATHYTDLMNRLITKALDAWGVEDLEVFAKSAYWSIPPDVHRFPHHGLCNQKSRLRSLKLGGCIIP
PLQGFQALTELTLQDLQNSMPKSSYEAVISSCPQLQVLHLKSCRWVGQGILVIDAPRSGIKQLTVEFCSVIALHSLGMLE
RIAIRETWVSYKHHSSFSRVMHINLNLRHGYINRLRDLCIGWDLNIERFLGFTKNITNLVLRFTGYGRWFVPSCPSLLLA
NLTRLLIADVPSSWDVSWPRLLLEAAPCLESLHIHITPWDDEHCDEIIWKPSTLQHEKLKELVVVGFEGTERQVYFVNFV
MEVSTALQLVALFRYGRVEEMGRWDWKIVRLQHHWSDEERSQILNQFAHRDSCSTTSVQVVLE*                
>Osat_LOC_Os05g46390                                                            
MARMKKKGALSRLRTATSRAATVARRKGVVVVGRAGDCGGGGEDRISDLPDDLLRLVLRRLDTRTALATGALSRRWASLC
RGLDALDFLVSDVLPPRYHRCRDHLLLHHPHATKGIDADDAKVVAGRYERLSMRKMVASIDSFLDAAPDDDDPDRRRRIT
RLRLEFIINHHSDSINRLIATAIDAWGVKDLEILAGTPAHQLRPLDRLHIFPHQGICSDPRSSTLTSLTLANCTIPPLQG
FQALRILVLQHLPSSTRPADYESVFTSCTQLRVLHLKSCMFDGVLRVNAPCSSIEQLVFDHCGGGLIILYALPKLEEMAV
VQTCVWFQRGSMPCLKRLNLIFRYKHDHHSTSMPWGMNLMQIAEYTPEITELFLEFTGRGAATMDAPPSSPLPSLPNLRK
LVVVVPSSWDVSWPRLLLEVAPCLEILHVHVAACEDEPRGEISWRRCESRHRKLKELGMSGFEGTGRQVYFVNFVMEVSL
ALKSVSLCKYAGVYWDYDIVREDRRWSSDDRADVLKQIGERVSCTDIPVQLVRE*                         
>Osat_LOC_Os05g49400                                                            
METIPVELWQEILLRASTKDVARSCCVSTQWRDIVRDPSFRKLHHDRHATAHDVPDALLVATYNIDSQRVASVFPVEPAA
VSPTSSTRTATAPICRVNHMEGYRIANICNGFLCFASHSTAKAIVHNPVTGERLEVPRAPRLPPDQDNARSPVTFALGFS
PNNCVYKLFRFTNRTMDVYTLGRGAESTGWRRHALPLHPRNLVESKPAVVIGGKICMATIGPAPYRHPADNGTPGPVLVV
DVAHEEPCTYSPPDYGLPWADAAVSVFELHGRLCLAIRTERMIQFWTMPVEEDDDDQPWQLLYKFKVVDDIRFNQFQRLV
PMSAWLDGHTNTLCYREGNNVYRKYVGTTTATVRRFSSTKVVIMSWDSKICLPVASSSLSSFQWDIYAGYRPTLLSPLTF
ASGQHEEDDNKCDLFIRSLLRTLRSQKSQKCRPSPTSAGCTNAKRICCINPRGF*                         
>Osat_LOC_Os05g49450                                                            
MAAVFCGDMIPVKLWWEILLRAPTKDVARSSCVSTQWRGIVSDPSFRKLHHDRHAVPNLNDGISDTLLVATSDVDGESVS
SVFPAALVSPAVTGQAPICRVNNPYGYSLTNVCNGFLCFASWSRAKVIVCNPVTGEKLALPRAPHLGLEKRRRYSRPVTF
ALGFSPTTGAYKLFRFADRRMDVYTLAAAGGWRQHPFPHPYRVVQNTPTIVVGGKICMLTANPASHQHPNDVGKPGPVMV
VDVASEEYRTYNPADYGCLWADMAVSGFELHGRLCLAIRSDTEIHFWKMPVEEISMRAWLDGDTHTLCYGVDNKLYSRYV
GTTMTMTTSLAARCLSPTEVMSWDCKIRLPTTPPWLVSCNWNIYTGYRPSLLSPLTFASQQDNNDDDEDEGDESRPFVRR
LLCALRHQKSQKRRMSPTSTDHTNGKRVCYRNPCIC*                                           
>Osat_LOC_Os05g49540                                                            
MAAICGETISVDELWREILLRAPTKDVARSCCVSTQWRGIVRDPSFRKLHHDRHAVPSKDDVPDALLVITVNADGQSVST
VVPAMVSPVSTSQRAPMYRVIKNGISYSLANVCNGFLCFASWSRAKVVVCNPITGEKLAIPRAPPIGPDYKSSRARFVLG
FSPTTHVYKLFRFADRRIDVYTLPTSGEAGGGGWRQLPLLYPCTVVETTPSVVVGGKICVMTATGTPSWHPPEIPTLGPV
LVVDVASEKHRMYSPPDNGCPAADETSFTAFELHGRLCLAIRISMTNTVQFWTLSVEEDDDDDDDLPWQLLYTIKINMKD
GYNNGFQELEPMNDWFNGGNNGFIQVPEPMDAWLDGETHTLCYREGSTLYSRSNDAFMLVFICDVMIYLWNKLNPYMPII
STIQKPYYRHCDFTMAGFADALRPDKFTGVHFKRWQIRVTLWLTAMKCFWVSTGKPEGVLTAEQQKQFEEATTLFVGCIL
SVLGDRLVEVYMHMTDAKELWDALNTKFGATDASNDLYIMEQFHDYKMADNRSVVEQAHEIQTMAKELELLKCVLPDKFV
AGCIIAKLPPSWRSFGTALKHKRQEYSVEGLIASLDVEEKAREKDAASKGDGGQSSANVVHKAQNKSKGKYKAQQTTNFK
KQKKNNNNPNQDERTCFVCGQVGHLARKCPQRKGMKAPAGQTSKSANVTIGNTGDGSGYGNLPTVFSVNQSTNWWIDTGA
NIHVCADISLFSSYQVARGSTVLMGNGSHASVHGVGTVDLKFTSGKIVQLKNVQHVPSIDRNLVSGSRLTRDGFKLVFES
NKVVVSKHGYFIGKGYECGGLFRFSLSDFCNKSVNHICGSVDDEANVWHSRLCHINFGLMSRLSSMCLIPKFSIVKGSKC
HSCVQSKQPRKPHKAAEERNLAPLELLHSDLCEMNGVLTKGGKRYFMTLIDDATRFCYVYLLKTKDEALDYFKIYKAEVE
NQLDRKIKRLRSDRGGEFFSNEFDLFCEEHGIIHERTPPCSPESNGIAERKNRTLTDLVNAMLDTAGLPKAWWGEALLTS
NHVLNRVPNRNKDKTPYEIWIGRKPSLSYLRTWGCLAKVNVPITKKRKLGPKTVDCVFLGYAHHSIAYRFLIVKSEVPDM
HVGTIMESRDATFFESFFPMKDTHSGSNQPSEIIPSSITPPEQTEHTHELVSEEDVSEAPRRSKRQRTAKSFGDDFTVYL
VDDTPKSISEAYASPDADYWKEAVRSEMDSIIANGTWEVTERPYGCKPVGCKWVFKKKLRPDGTIEKYKARLVAKGYTQK
EGEDFFDTYSPVARLTTIRVLLSLAASHGLLVHQMDVKTAFLNGELDEEIYMDQPDGFVVEGQEGKVCKLLKSLYGLKQA
PKQWHEKFDKTLTSAGFAVNEADKCVYYRHGGGEGVILCLYVDDILIFGTNLEVINEVKSFLSQNFDMKDLGVADVILNI
KLIRGENGITLLQSHYVEKILNRFGYIDSKPSPTPYDPSLLLRKNKRIARNQLEYSQIIGSLMYLASATRPDISFAVSKL
SRFTSNPGDDHWRALERVMRYLKGTVELGLHYTGYPAVLEGYSDSNWISDVDEIKATSGYVFTLGGGAVSWRSCKQTILT
RSTMEAELTALDTATVEAEWLRDLLMDLPVVEKPVPAILMNCDNQTTCEKTIEVCQEIKKLRSYNVGLHPNSEKPGRSLH
EGTITKCDRQCIEGDGFETHICENQSRVCLLLCTAPSLVDYSIPLAGVHQRSGEQVSGTSAFDVLHREKAAIRYIGTTTT
QDLSLTEVMSWDSEIYLPEIPNSLQMCNWGIYTGYRPNLLSPLTFASQQDDDEDEEDESGPFIRQLLAPTKDVARSSCVS
KQWRDIVTNPSFRKLHHDRHAAPPKGDVPYALLVSTDSVDGESVSTVFPAALVSPAVMTGGFHAPIYRVSNAYGYHLANV
CNGFLCFASWSGARAPPLEPDLFFASPFTFALGFSPTTGVYKLFRFADHSIDSYALAAGDGACSGWRQHPLSHPCLVAEN
TPTVVVGGKICVLTPGPVMVVDVASEEHRTYNPADYGCPWAQVAVSGFELHGRLCLVISVGINEWGLAHSKINSLENHKK
PTSWDGMHVEFSTTLLILGEGDLLKREDALLAN*                                              
>Osat_LOC_Os05g49980                                                            
MPAKRNQKRRRRQIRAQNELIRWCKRKGSPCQHGDSRAVKTMRRSTPYPCLPEDIWHHIHSLMPMRDAARAACLSRTFLQ



SWRSHPNLILNKDTIGLNASACGGNFSRKVDHIMRNHSGIGVKIFRLEYLGVVGFDASRYLDSWLQVVVKPGIEELTLVL
CKTKREYNFPCSLLSDGIQNSIRYLRLDWCALRPTAELGPLQSLTSLRLRSVSIRGEELQCLLSNSPALEQLRISSCTEI
VCLKIPCSLQKLSNLTVIGCDSLKVLENKAPNLSSFFVSGCSNLRILENKTPNLSSFFCRGVGAKLSLGETLKMKKLGMG
RANAVHYARAELPSIMPNLETLNIRSGPEAVNTPVLPTKFLYLKHLSISLIAVSTLSPSYDYFSLVSFLDASPSLETFIL
DVQQRSMEHESVFAKSSGLRQIPENRHDSLKTVKISGFCSAKSLVELTCYILKNVVSLESLTLDTIHGDCRCYLKTSPFC
NHIEEDILMEAPRALSAIRRYIEKIVPTTVKLTVLEPCSRCHAKGLQRISC*MPAKRNQKRRRRQIRAQNELIRWCKRKG
SPCQHGDSRAVKTMRRSTPYPCLPEDIWHHIHSLMPMRDAARAACLSRTFLQSWRSHPNLILNKDTIGLNASACGGNFSR
KVDHIMRNHSGIGVKIFRLEYLGVVGFDASRYLDSWLQVVVKPGIEELTLVLCKTKREYNFPCSLLSDGIQNSIRYLRLD
WCALRPTAELGPLQSLTSLRLRSVSIRGEELQCLLSNSPALEQLRISSCTEIVCLKIPCSLQKLSNLTVIGCDSLKVLEN
KAPNLSSFFVSGCSNLRILENKTPNLSSFFCRGVGAKLSLGETLKMKKLGMGRANAVHYARAELPSIMPNLETLNIRSGP
EVCIYISRSFRCYRLVLHIYAYYISHTCV*                                                  
>Osat_LOC_Os05g51100                                                            
MDDVMSEILLRLPSKSVVRYRAVCRSWRRITSCPYFLAARDAGGILRRPPGAGAGPRPVRMLVHCSIWTARFVCVEERDD
VMVVCESAHDKKLNTQHAAGLYHLRDNKFLEPALDLGECSLSEFRFKEKPRPTCLLRLAPLSRLQIHTLRSTPPTNFPFS
HI*                                                                             
>Osat_LOC_Os06g02054                                                            
MARRKGKDLISQLPDDILLHILSMVRYKEAVRTAAVSRRWKHLHTKLPALSFIMSVLGAQGSSLSTQSRQRVDSMARTLR
RRCAGPDRDTVKRLCLAYRKDVPMECRYADEFIALAAASSLGLFLNCPKNLRNDDAGPWSLHLPAATACLSMESCWYSVR
PPHVHGPGASALKSLTFKDSFMVLHPGYLQDTAFPSLEELHISGCTLSGSIEITSATMPRLKHLRIADVSVVSLGTAAAI
AVLADELTTLRVSCHDGGKPDPPSSHEMLCVETLFRASFTEYSYFRLRAPKLRVFDWRCCYAKEVRVDAVGRHLSDVVIE
LFAGRLPRCYNEAKRFLQMEDCDKLMNDILQGIMPGRWKYVQSTKFVDKCIGGPHINRLSSDNQSRSTWIGYVGAADCST
VAQAVVAAQIATTAAAYHIGGRETRNFIERDELRLRCEITEDDMPADRARRERMRPGGQRRGRRGNEAVTGWARRRRAER
YSIVTAGGSTSARLRRPDAARTSGSAHEDEPDDEGGGAGAEEEEGAGSFSYKFKQN*                       
>Osat_LOC_Os06g04690                                                            
MGMLDLMRLMSIQRQRDQERRRRQAQAPPRDGLIALRAKRKGSPCQQDGDSQGAADIEIPSLPEDIWRLIHSLMPMRDAA
RAACVSRSFLSLWRCHPNLNFSSEAFGLNKNACGKEELAGLFYSKVDHILKRHSGIGVKKLKIQIYSDYSGKGSSYLNNW
LQISVKPGIEELIISLTQFQAKYNFPCSLLSNGSGDSIQYLHLSNCSFHPTVTLSGLRSLMRLYLCCVRITENELGCLLS
HSLALEQLEIRYCDRIVCLKVPCLLQRLISLKVFGCDKLKLIENEAPNVSIFAFQGDKTELKLGETLQIKSLCMVRSGYV
YHARAELPSIMPNLESLAIKSRKETAFAPKLCSKFLCLRHLSIGLIGFFPAYDYLSLASYIYAAPSLETFDLNVMQRNVQ
SVSIFAHPADLRSIREEKHHNLKSVTVTSFISVKSLVELTCHILESTASLECLTLDASQTGFRCDTPGSKISKCPPLDRD
IIMEGHRGVLAIRRYIQPRVPSTVKLTVLEPCSCHSTEL*                                        
>Osat_LOC_Os06g05600                                                            
MAAQRPCNGGSWPDLPSELLGLVLLRLPSHGDRVRLRAVCRPWRSSARLERKLLPPPLPWLFLPDGAFLTLPDGAAHRRL
AIPGDVAHLVPTGSGLLLAHNDGMFSLMNPSSSATTPLPDLAAVFHGEIKCKYPDTAFQLGQRRITPIIKAVVSEHFIAF
YFNSSKVIITSGQPHTVVKWSPPDSSYILDIALFQGKLYCLTFDIENCQEELYILEVRDEEPMVSDVKCIHSTPRDVGDE
DEAWFNPHSTDRYTFHRYLVADGDRLLMVARWINLNLPPMLPRDSSIKRTRRFDVFEAVDLSSEHGRWIKVDTLMGHSLF
VSESCSESLTAGAEEDCIYFMNDGIMNRIPKDPLSDSGVYNMRDGMVAPLMPETAVTEHLAAHDGPWFSTWLFPTET*  
>Osat_LOC_Os06g05610                                                            
MHLSPQLGETMPSKKRKVELHADDQPPPTQAIMATPEPCSGRPWPDLPSELLGLVLLRLPSHADRVRLRAVCRPWRSSAR
VELDLLPPPLPWLLLRGGAFITLPDGAAHRLPAVPGDATHLASTGSGLLIVHGDGMLSLMNPSSLATTPLAALAAVLPKY
ISSIVDIASFQGKLYYLTSDVRKRQEELYIFGVDNAKQIGIRCISSTLKDIGEESWFGPCSTERYATERYLVASNDRLLM
VRRWINLPPIYPSDSGIVKRTRRFEVFEAADLSSGCGRWIKVDTLMGHALFVSKGCSKSLSAGAEEDCIYFMHEDIKNGK
PEDPFLDSGVYNMRDGTVAPLLTETLVAEPLAVHGGPWCPTWLFPSET*                               
>Osat_LOC_Os06g06600                                                            
MGNNLIHQRKLQDRGHGKQIDENARPGVRLEDLPWDLVVYKILSKLPLKEAAKTSVLSTKWRCIWLTCPRLCFDGLAMFK
CERGELFLHARQFIAQVNAVLQKYQGEVVEEFHIRFDFHSIPAHYLDNWVIFSLSSKMKNLALDLQTNDIERYPARYKFP
FELLDSGSLSGLQHVQFSFVSIKPPSKFRGFPNLRKLDLQLLDASSKDFETMLSNCKLLEWLSMDRCRLNGELRVGSPLP
RLVYLQVVYCQVTKIQFHAVELANFVYKGDFVPIALKHSLKLENANIRLYSLNDRHAISDLVKCFPNLQNLNFHLSWNDA
ETKLLSDTPWKFSHLRYLRLKNFADSGIVETNFFVSFLRAAPFIEKLEIHFSMNLLILDESHEDHPIRQQLGRCEYNNLK
NMRIIGYKGSRDQVEFLLHVVENAPALEVLTLEAAGIEYQEVSFVLNEAWIDRITQSADRSALIAQQYLREKLSSKTQLC
IKTTSSR*MGNNLIHQRKLQDRGHGKQIDENARPGVRLEDLPWDLVVYKILSKLPLKEAAKTSVLSTKWRCIWLTCPRLC
FDGLAMFKCERGELFLHARQFIAQVNAVLQKYQGEVVEEFHIRFDFHSIPAHYLDNWVIFSLSSKMKNLALDLQTNDIER
YPARYKFPFELLDSGSLSGLQHVQFSFVSIKPPSKFRGFPNLRKLDLQLLDASSKDFETMLSNCKLLEWLSMDRCRLNGE
LRVGSPLPRLVYLQVVYCQVTKIQFHAVELANFVYKGDFVPIALKHSLKLENANIRLYSLNDRHAISDLVKCFPNLQNLN
FHLSWNDAEILGSWRRIFLSLFSGLLLLLRS*                                                
>Osat_LOC_Os06g07000                                                            
MVMRPRPQRAAKFQAMGARRVASSSREPWRPRPWRKYKQSRPPPFSPPRRARGEATEPKRAMAGGVVIGVAPPAAAEEPE
PHVERLPADLLAHVLSLLPSFHDLSMAGGVSRRWRRAVERSLAGRRRMSFAGQRTGDDSTARFVRAAVNLRDLDISRSCW
GCQITDQGLIRISTADCVKNLTSISLWGLAGITDNGVIQLVSRAHSLQHLNIGGTFITDESLYAVAKSCINLKSIIVWSC
RHVTEAGLVALVGGCRRLECINVGGMRVPPESFAGLLAIRPALQIRSIPQILNANVQVS*MVMRPRPQRAAKFQAMGARR
VASSSREPWRPRPWRKYKQSRPPPFSPPRRARGEATEPKRAMAGGVVIGVAPPAAAEEPEPHVERLPADLLAHVLSLLPS
FHDLSMAGGVSRRWRRAVERSLAGRRRMSFAGQRTGDDSTARFVRAAVNLRDLDICWGCQITDQGLIRISTADCVKNLTS



ISLWGLAGITDNGVIQLVSRAHSLQHLNIGGTFITDESLYAVAKSCINLKSIIVWSCRHVTEAGLVALVGGCRRLECINV
GGMRVPPESFAGLLAIRPALQIRSIPQILNANVQVS*MVMRPRPQRAAKFQAMGARRVASSSREPWRPRPWRKYKQSRPP
PFSPPRRARGEATEPKRAMAGGVVIGVAPPAAAEEPEPHVERLPADLLAHVLSLLPSFHDLSMAGGVSRRWRRAVERSLA
GRRRMSFAGQRTGDDSTARFVRAAVNLRDLDICWGCQITDQGLIRISTADCVKNLTSISLWGLAGITDNGVIQLVSRAHS
LQHLNIGGTFITDESLYAVAKSCINLKVCFLIWKHFRVCKLNMTRYHIKKILEVNKYSVYSMYDVFTVVDTLK*      
>Osat_LOC_Os06g07380                                                            
MACASAGKRDMMNQPGHGGDLPVAKRRRCVEPTGAAAAGIPEDVIEQILLRLPVKSILRFRSVCKSWRSMVAEPHFVRLQ
LHHSTTAARHHPPSMLVLADWCVPEQWRGTIDFFSYPGHGVAADFAHRITWSSNSKSTVAAAADGYAAADWDAVDDGADA
ADDGAAADNLDDAVDDGDAAADWDDDDDWDDDVGAIGWGMHLHCNGLVLLRSTMKYSTQMLVCNPATKELAELPDCALDY
FGVQAVSFYADQSTGKTKVVHCFIRHCDKTYTDYSVGCEVLSLGSPAWRPVADPPYLIKTKTSPCILGGIYWIAALPSPS
TGSCTTPGIVRFDVCSEEFASFPCPPFMERQKMSDVACGDLTELGGKLCYVHAPADDRVELWTASAADGGGSRPRWSLQC
TVVLPHSFDTFFQFTYDYQGGIFFYVDYAMIYRYDVERRVVERVVDMLEEMTYFDRSRRKLDRCDGDWMHYAIQYSESLV
SIQAN*                                                                          
>Osat_LOC_Os06g07390                                                            
MARASAGKRDMMNQPGHGGDVPVAKRRRCVEPAGAAAAGIPEDIVEEILLRLPVKSILRFRSVCKSWRAVVADPRFVRLQ
LDHSTTAARHRPPSMLILADWCVPEQRRGTIDFFSYPGHGVAADFALGMTWSSPVATAAEDDVADWDAVDDGDDDDNLDD
AVDDGDAAADGDDAVDGNADDNGDINDGSKEYASTPTNLQARRRWFTTSSATATRPSRTTVGCEVLSLGSPAWRPLADPP
YLALNKASPCILGGIYWIVALPSPPTGSCTTPGMLRFDVCSEEFTSFLSPPFMGRQVIRDVSGALTELAGKLCYMHAPTD
GKVELWTTSAAADDDEGGGGPRWSLHCTVVLPHPFQTIFPFTHDYQGSVFFNVDCAVIYRYDVERGVVERVVDMLEEMTY
FNCSTHKLYRRPGDWKLRTIQYSESLVAVNASYSIPTALVRVTMSISSVTLPVSLASRVPSTRGTLWTVFLLAPPPLRVR
LPDGPFLPFGHTDTKYPCPYYESHPVLTRMIELSEAQATQHDLLLEAYRSLARRYAALEARLVEEGVSSVDTISWDSDRL
CHASHLSFHSSRGSTRTPSGPRSPSLRVPYSPV*                                              
>Osat_LOC_Os06g07430                                                            
MACASAGKRDMMNQPGHGGDVPVAKRRRCVEPTGAAAAGIPEDIVEEILLRLPVKSILRFRSVCKSWRAMVADPRFVRLQ
LHHSTTAARHYPPSMLILADWCLPEQRRGAIDFFSYPGHGVAADSALGMTWSSKSTVAAAADGYAAADGDAVDVGNADDN
LDAAVDDGNAAADWDDDDDWDIDVGAIGWALHLHCNGLVYSWPYGPPGTVRPRHGRAWAEVSWAGTA*            
>Osat_LOC_Os06g07460                                                            
MRDHDDDVPVAKRRRRLCVQVQPAGAGAAAAGIPEDIVEEILLRLPVKSVLRFRSVCKSWRAMVADPCFARLQLRHSTAA
ERRRHPPSMLVLPWWGWRPQRQQMQGTIGFFRYPGHGAAAELAHVRAWWSPTSHAAAADWDDGADWELPLQCNGLVLVFS
MEKSLSSSLMFVCNPATKKLAVVPPGTPDAHGNQSVGFGADKSTGKIDMKVVRCFARSDESVGCEVFSLGSPAWRPVADS
PCPVRAGAASPCILGAIYWITTAAPTPGMLRFDVRREVFDDFPSPPCVHHDGTSPATATLTELSGNKLCYAHVVAGHTVE
LWTMAAASAADDGPRWSRHCAVELWRPTQLVVPFADDRHGGIFFNLDLAVIDRHDTQRQVVERVVDMNKEMTYFHSRDKQ
YYINRGFRWMHHVIQYRESLVSVKAN*                                                     
>Osat_LOC_Os06g10290                                                            
MNWFALVLRFIGSVLRTSRGCSRLRALLAADTSEGKSTGKENKSINTGRFDRVNNIVGGLHDVFSGLAVAVDCVGGIGAI
TSLVRHVYDAQIAAAQWNGKELIDVPEDITLELAIEIWQIFLEHAAGDVIDKAPSLSVKVGQQIILREKIKAASMKLQSK
KAAIEVLESHIKCTEEIVKAKIGKERKNYEKEFSFARGLGGHIPYEAMFVWYCYYLEFGGLHMKRERAFNQSAQPSSAAW
SVSHDPHPRWTCKCNPSRVSFSVSNKNPCTLHQARLQNLIQYFQCPMTQIGQRKKNRNRQTCTKGMDAAGRRIVRALIRA
NDAMEPVTDTIASAAAHVGLVYGAMEVVRDIRVVVGGMLRVARGSGDGGQAEAAPAVDLAGACGLGTSTSSTGMENELTC
RRTTSDHCHQKLNHGKGRNVQFDDLPEDVICLIFSKLQLKDLVSTSVLSSKWKHMWTICPTLRFDSSTLCGSNMCSAEQF
TQKFIDNVNAVLQQHRGKLVEALEIKIDFNSRLANHLNNWITKIEIDAVNLKAFVYKGFKLRVDLSEAKGLETVDIEFFG
IALDYLLTAIPSALPSVQNLTIEARILQESPWFVETSCKFSQLKCLRMLLHHRFSDNRNTLGLASFLKAAPLIEQLELDD
LYERQAGCYAISTVRFHISGPSPTAFLGDLVLQNTY*                                           
>Osat_LOC_Os06g13850                                                            
MNPPPQKPERRGNSLTDLNDDVLSEIFFRIPPGDPGVLVRLSVVCKSWRRLLTDRDFLRGYRAFHRAPPILGFFCAEFGR
TTFVPTTAFRPIIPSADWLLCDSRHGRALFDAYGLPVRLLVSDPMTGAERLLDAPERWRNIHWSATQWSAAVLCAAHVCD
C*                                                                              
>Osat_LOC_Os06g13960                                                            
MNPPPPQQTESRPPPELRDDVLAEIFSRIPPDDPAILVRVSAVCKPWRRLLSGRIFLSRYHALHLAPPILGFFCEEKALT
GPFSSFVRTTSFRPIIPDRGGGGGDGWLIPCDSRHGRALFITQPPLQLLVLDPITGMERPLAAVLCAVDGCGHHDCHGRA
YRVALVGTDVAGGATHAAVYSSETYAWSDPTSIDHHPNARVQARRPSVLVGNARLYFLCDNNTSIVEFDMATMTLSVIPS
PPLAGPGHEEVCGALLVTAEGGGLGFAAILKQSRTLHQWSKEEATNQWKHLKHVRDLEHLLPYTVGVHLHDPFSRMSNLL
IGFADGVIVVRTHDGVFTVELGSSRPPKKVSRRSAIVAAFPYLSFCTPDHS*                            
>Osat_LOC_Os06g13990                                                            
MNPPPQQPEHRGNSLTDLNDDLLSEIFFHIPPGDPGVLVRLSVVCKSWRRLITDRDFLRGYRAIRQAPPILGFFCVEFGS
AILVPTTAFSSIIPSLLVSDPMTGADRLLDLPERWRNIHWSEQQHWMWMNIRWSAAVLCAVDGCDHLDCHGGDPFRVALV
GTDAAGTTYAALYSSETEAWSGPASIDHHPNAIVKARRPSVLVGNALYFLCNNNTSIVEFDMATMTLSVIPSPLLPEDVH
GALLMTAEGGGLGFAAVLERSNLHLWSKPMDEWEHLQDVRDLKTLLPRGSISMMNNLLIGFADGGVRVVVVRTYHGPYVV
ELGSTEPARVVSRRIGINVVFPYTSFCTPGFILYRSRSFLDADYRLVFISALLFFRECSIVLCICRF*            
>Osat_LOC_Os06g19670                                                            
MSLQLGLRRRGKATNLSLGGKLVGWLLRLLLVEALCENIIPSTSGTMDVIATKNNKKAIDRNPQEPTTTLIKTYKRRKRR
RVQHHCHPGASSLPNELVYEILLRLPVKTLSRSKSVCRAWRATISNPSFITTHLKQQQQSAVSRHEQKPSFLITPHTLDS



MIDDEEPWPTTFSNIITFYRWQETEQDDAHLVRATNLHGEFRSVYGMSHYDGLVIFPTNTRLYVFNPATGKGDVLKLPDG
QKSRFQTAGLGLDLGTNTYKIVRSFDRSIDFNQWAHDAAGMEVFTIGNRDSCWRTIAEDPPYPVTADPMYFKGSLYWHIC
KELLQEGSPPPPQGFLRFDLQDETFGLVLHDVVSPSDETRLDLVELGGELCLAQYLGTEMVRVNDWAIRGWHISSLELNR
YREAKGFILVYTRGSADMIFMYAQRLGRRGMAGGVVLGLPVEKASRKMVKCDIRMDGQAELSAMRALLGLVYNFYIGSVP
*                                                                               
>Osat_LOC_Os06g29700                                                            
MDSMQTNMLHLMGLDETMKMVTKNVFSSLPDAPVSLHAPLAFAAAARPPRDGVDRTGALPVGILCDILSRLPARDAALTS
ALSTRWRRLWRSVPLVLADAHLKHTGPPPPPVSEIDQVDGLGGVLRRAVDGTRDVASAVSRALAAHPGALPQRPRHLLAA
KGVQELVLVHQASKLDAGVRLPATLFRCSSLTCLYIGFLRFPDVATIQRAGAFPHLRELGLCSLVMGVRDLALLLDRCPV
LENLEIVGHRELVRLRVASHSLRCVELCESVVEEITVEHAARLERLMFWEICGVGGVIDEDGCSINMCTKIKIGHAPNLR
FLGFLVPGMHELNIGNTIIKAGTKVSPKNMVRSVRVLGIQVKLFNHNEVKMLPIFLRCFPNVETLYIQCETTIHKPPGML
NPKFLQQTGPIDCLQKHIKKVIIREFRVHRSELDFVKFIAERGQVLEKIVIVLAQSYSSSADRLHSSMRTFMASVKLANE
DCKVIVCESPFPSDGTAWCFQGAFNMSKDPFDVSQCSNSGASCRAA*                                 
>Osat_LOC_Os06g29710                                                            
MESMETNALQVLGLDDNMRMVTKNVYSSLPDPPVSLHAPLAFAAAAWPPRDGVDRISALPVDILRDILSRLPARDAARTS
ALSTRWRRLWRSAPLVLADAHLKHTGRAPGPDELDRTGGLLLRAMDGMRDVARMVSSALAAHPGPFRSVHITCTPMDAHR
SELALWLQLLAARGVQELVFVNRASKFDTDVPFPATLFRCSSLTRLYIGFLRFPAVATVPRAASFPHLRELGLCSLIMGQ
RELAFLLDRCPVLENFEIVCHRELLRLRVASHSLRCVEVCMSIVEEITVEHAARLERLMFWETCGTGGVIDNVGGIIDMR
TRVKIGHAPNLRVLGFLVPVMHELSIGNTDIRAGTKPTRRTMVPSVQMLGIQLKLFDNNQVRMLPSFLRCFPNVETLYIQ
SETTLSGNTTGKLNPKLLQETSPIECLQKHIKKVIMREFRMQRSELDFLKFIAGRGQVLEKVVVVLTHTCSSSADRLRAS
LSTFMASTRLANEDCKLIVYESPFPIDATAWCFQGAFNMSKDPFDVSKCFKDGASCRAD*                    
>Osat_LOC_Os06g29740                                                            
MAGGNKKVKKAMETIATNINDLPNEVLQYILSFLSTREVVQTCVLSQRWCNIWKFVPTVHVTNETIQHCQKLLDHVIMQR
GDVSIDTCHLEFVKYFRRENRKANKWIFHALSVCKVKELRVYIQFQDFFLTITNQAIISGYLRKLELDSVKLEANSLDFT
SCPLLEELQMGYCIIYARKIVSKSLKRLKMETMFFETEDDDGWPCRLHISVPNIVSLTLLGFDGWTPLFESMPYLAFAIV
TFNDECYDTCQYSSFWDCGIEDCEGCYAIGDHLNGSVFLHHLSHTTHMELTNDCRMNMNDSISTIFDRDLKWCPLFRNLK
TLLLNEWFLENGLRGVLRILQHSPALEKITLKLYMEPKKIVENEESYGTMEQPFVMNHLKKISVKCQKEVMWVKKIIMTL
TQFGIPHQRICVKEIPRSSIISEMTYLQTEHNLRMKPYKCVLSDLKAKAER*                            
>Osat_LOC_Os06g36220                                                            
MADRKKCKAAAVATTDGGGEDRISALPDEVLQRALSFLPSRDVVRTCVLSRRWRHQWKSVPALRIYAFDDCRDVQHLSDF
VTNFLLRRNRLALHECDITCFDEGDGCEVFGENARQWIRYAVSCQVRVLRVSVEAHTRLFGAPLKAQRLKRLELFSVELG
AFSLDFSSCRELEELELGGCIIKDKVKQILSESLRRLRIEGCDFFRNRTRISCPNLISLEITDFTLYTPVLMSMPSLASA
FIRFGEHCADSCDCYYYGEFGPDYTGCHHSTVKGNGTVLLNGLSDAIQLELISGAGVFIFRRDFRCCPTFNKLKTLLLNE
WCMAADSSALIYFLQHSPVLEKLTLQLRKSQRTMVKRGSTNKNQNEKFLVSKHLKLVEIKYCEDEMVQQVLHVLSACGIP
SEKIIIQRISSWASGGFSFEQRK*                                                        
>Osat_LOC_Os06g40220                                                            
MAAPPPPPPRPRHPVADNDDLVGEILLRIPPDDPTRLVRASAVCKRWRRVLADPSFAARHRAFHPRAAAAAAAPVLGVLH
NPADRELDRFVPAAASSFRAAAGDRRKHHILDCRHGRVVLYDYDSHYPTDGHVVWDPITGEQHRIPNVMDALTHPAVISG
AAAGGGGGSASFIVAFVGVQNWERHFWDAHACFYSSETGEWSVHINIHLDLDGYHLEDRPAALVGGDTLYFVGKSGILLR
YRYGLPLRCGRDILGHGITSADVLSVVDPPPGAKRRLRLGYTVVMAAPESDGGGLRLGVLHRHKLALWDREEDGSAAAAA
ARWVWRVAIDLEQVLPWPVGNTKGKERACLAAVAEDPNVIFVGTEEDGVFAVELDSLRIKKVCELGKSQGRFFPFVSYCA
ESFLSQSDSDTIAKASSDCGQFGDLIECIVIMILVFHFLYTFRHSWDIVQFNSNPTTFAQDKLRRRTAGSIQQILLTGPQ
WLLSRVPRQ*                                                                      
>Osat_LOC_Os06g41520                                                            
MALPVPDDALADILRRLPPRSLAAARCVCKPWRDLVDGRALLLPRLLPHSVHGVLINYIDHDRPHLFSRRRSRSRSRSSS
SPAASSGGGDIDGNLSSVPPKGDMDWWHVMDHCDGLLLCAVEWGNRLCVCNPATRRWATLPRCPESPKPIRYGTGGAYLA
FDPAAASPPHYEVFLIPGLPEKPPPPPPKQKAKAITAPPFCLDSLLASLDGACWTMEEVEPPPPPSPPASSMGDADLYRL
MEWPPSPYKVYVFSSRSGRWEERAFVREGGETAAATTTVDDMEPWECPLEGPRQGYTGTACPGREHCMCILVVLLLPGFH
CQMTSTK*                                                                        
>Osat_LOC_Os06g43740                                                            
MAGKKRQNKKRGDVSKPSQRRQANQRSNALPAEQKPKEDLISKLPDDILVPILSMCPYADAERAAAVSRRWQHLHTRLPN
VRFSMSVQGLLAPLGESSKPRVQSMARTLQRRCCGGGDTVKTLHIGYRKDVPFECRYAEEFVALANATRLELGVQCARGL
PDEDAGEWSLELPPATAELQLRLYWYAVRPPGLHGPGVASLRWLARNGLAVLRPESFLSGGGVVFPALEELHIVKCTLPA
GGGIDITSAAMPRLRRLIVTDVAVMSAATKAGIAVLADELAELRVSCRCDTEPMATSDPAAYHLKPRFRALFTRYSCVRV
RAPRLRVFEWRCCFADEVRVESVGRLSDVAVELAAGRLPRLWDEESKSLSVEDCDKLMKGILRGLLPGLRPRSWDWVQRK
CVKRDERWLSFEISSAPKYDT*                                                          
>Osat_LOC_Os06g44920                                                            
MDGDHAGAWSDLPADVLITILEALDIVDLVRAGAVCQWWNTSSAYVRGLHHLLSRPCTPCLLYTTAAAAGADADADDPNV
ATLYSLTDHRSYTVTLPGPHVHRRWLGASHGWLATADDDAALHLVNPVTGQQISNLPPVTTVEPVRRLLDDGGAVVPGMY
VVYPYDWTLRVEPLVNAPMTLTARELSEYLYLRVFLSSDPSSDIVGGGCVVVLLHRPDGQMSFARLGDTHWTWIRTPTGN
ELYVDVGFSADGRMLYGIRRDGAIHEFDLGGEPALERTTILPAQDGMMRHTNYLVDAPWLGGGDGGCWLMVCRRMGAANL
QAYAAWLADRSLPYDGVWNTHSIKVYRVDPAAGTAAEINHVGGRHALFLGCNSSFGLAMADCPAGILPDHVYYTDNEEQY



ALDTPECARDIGVYRMGDGSFHRVKPPSPWLDWPLPAWIIPSFGCLGYSNRFLAN*                        
>Osat_LOC_Os06g47400                                                            
MAGKKRQNKRNGKVSKPQAEPKKVTEKQEDLISKLPDDILLHILSMCPYHDAVRTAAVSRRWQHLHTRLPNVRFRMSVLG
NLASLGESSEPRVQSMERMLRQRCHDDGGLHDTIETLHIGYRKDVPFECRYANEFVALANASRLELHVQCKRGLPDEDAG
VWSLELPPATTELELGLYWYAVRPPRVRGPGVTSLRWLALDGLTVLRPSDFLSTVVFPSLEELHIVDCTLPASIDITSDT
MPRLKRLRITDVT*                                                                  
>Osat_LOC_Os06g47680                                                            
MARKGKDLISQLPDDILVHILSMVRYKEAVRTTVVSRRWKHLHTKLPAVSFTMSVLGLQGSPLSTQSKQRVESMARTLRR
RCAGPDHDTVQRLRLSYRKDVPMECRYADEFIALAAASSLVLFLNCPKNLRNNDAGPWSLHLPAATPCLSMESCWYSVRP
PHVHGPGASALKSLTFKDSFMVLHPGYLQDTAFPSLEELQISGCTLSGSIEITSATMPRLKHLRIVDVSIISLGTEAAIT
VLADELATLRVSCHDGGKPDPPASHEMLCVETPFRASFTEYSCFRLRAPKLRVFEWRCSYAKEVRVDAVGRLSDVVIELF
AGRLPRCYNEAKRFLQMEDCDKLMKHILQGIMPGRWKYVQRLSSDSQLR*                              
>Osat_LOC_Os06g47890                                                            
MEWDSESDGAGSIGAGEEEEEEEEEEEGGFGGGGGGGGGGGGMFSFAIEGMLRASGPCGLVVTDALEPDCPIIYVNCGFE
EATGYRAEEVLGRNCRFLQCRGPFAQRRHPLVDAMVVSEIRKCIDNGTEFRGDLLNFRKDGSPLMNKLHLTPIYGDDETI
THYMGIQFFTNANVDLGPLPGSLTKEPVRSTRFTPDNFFRPISTGPGQSNFCREYSSLFQLTDEVLCQSILSRLSPRDIA
SVSSVCRRLYLLTRNEDLWRMVCQNAWGSETTRALETVPAAKRLGWGRLARELTTLEAVAWRKLTVGGAVEPSRCNFSAC
AVGNRVVLFGGEGVNMQPMNDTFVLDLNASNPEWRHVNVSSAPPGRWGHTLSCLNGSLLVVFGGCGRQGLLNDVFTLDLD
AKQPTWREIPGVAPPVPRSWHSSCTLDGTKLVVSGGCADSGVLLSDTYLLDVTMDKPVWREVPASWTPPSRLGHSMSVYG
GRKILMFGGLAKSGPLRLRSSDVFTMDLSEEEPCWRCLTGSGMPGAGNPAGAGPPPRLDHVAVSLPGGRVLIFGGSVAGL
HSASQLYLLDPTEEKPTWRILNVPGRPPRFAWGHSTCVVGGTKAIVLGGQTGEEWMLTEIHELSLASSTV*         
>Osat_LOC_Os06g49340                                                            
MAMNKLVGAAVRRPGWADLPRDLLESVLGRLPVPDRLRFPGVCTAWQSADAASATARFRAAQPPWLMLPFNPTARRQSPS
GGGGGDGRFLEARFLSLSDGRAYAIPQPAPPVSERLCVGSSDGWLVTADAASELHLLNPLTGAQVQLPSVTTLPFVDASR
DADGRVASYDLRCCFGDGDNDGDEVLVPPESFAPDRLRYELYEKAILVAPPRRQTTPPGSWGGYAVLLICQPLYRLAIAR
AGDTKWTLLDMPSRCWVDAVRAASAPAADGHQAVYTLDSVGRVEAWDMDVTAAGTTPPPPREIAPPCCCSGRACSMSIPC
SKYLVELSPGHLLQVHRLRDKAHARSKWEPRQERVEYTTVKAELFEWNAAGGGHGEWARVDGAGAGILAGRALFLGKSAS
LCVPADCCPEVKGNCVYFTDDGPWSHERCHEVVPDVGVLDLADGSYKVPRGAVRDLLWKWPPPVWVFPSCTN*       
>Osat_LOC_Os06g49530                                                            
MADGQEDAAGLDDDLVLEDELRGREEGEDGGGGGGEEEEEDDVDGLASFLESEILSGSSGDDPTGREEGDEKEKQLGDDA
KNNKRKQESESDGDSGSGEEQNKRVRRAKGKEKDVASVAPQIDSGMFCNIPPELFLQIFKFLSSEDLISCALVCRFMNVV
ASDETLWRRLYCMRWGLSCNTKLRECAWKKLYIQQDREDMVEFVRNTPTEFKEYYIQMQASKRSQAPLPSEVNDDKVILD
KTIADQVSSWKSSRGLTDDAVKGHSCSGNTCSYTQIGDAYICEKTGRVHVCDDACREFVLDQSSGLLLCTISGHCFERWL
CPDDEWDADDDTDLQQAGMTDEAEPFMGSGRFARAYQLGYSCADEKELEYALRFC*                        
>Osat_LOC_Os06g49930                                                            
MENTMAAKRSWMEHHRVLSDDSSFHMEDLPEQQPQLMENVAVAKRSRLEQHRTLSDNSFRVEDLPEEIQSLLLSLLSLKE
AASTSIVSRNWRKLWTRYPNLCFDGSKDGPADMDSVKIERMKFIDTVNSIIQQHSGIGLNKFSIRCNLLKDDSDILDRWI
RFATASKAKIIDMNLCTNRNNKGPTKHLYDFPLEAFGDQDIPFIQCLFLNNVSIKPHSDIGFTKLRSLHLHCVQIIGDLS
GLLFNCSSLEDLEVFACLGVTALNIPHQLNKLRHLLICNMRIQMLEFHVPGLSHFEYKGTMIPIMLHGCSKLQKATLNFH
QTWLEEDNNKVLGHVFHGIPSVSAVEVLNLLVDICTKQSVWSSQVHTLTARPTIMFMNLKHLTYEILIFTKDPNSHSGVL
QLAQYLAFAPQLETLELHMLYHSTHCRCWHEGAGVSYGHMPHHHLKMVYMSGFRCYRAQVELLFAILEMGDELEHVTIDP
MTRVPYSPDLMNLGIPEDEICQWANRTSQRFGKAISVVKPP*MENTMAAKRSWMEHHRVLSDDSSFHMEDLPEQPQLMEN
VAVAKRSRLEQHRTLSDNSFRVEDLPEEIQSLLLSLLSLKEAASTSIVSRNWRKLWTRYPNLCFDGSKDGPADMDSVKIE
RMKFIDTVNSIIQQHSGIGLNKFSIRCNLLKDDSDILDRWIRFATASKAKIIDMNLCTNRNNKGPTKHLYDFPLEAFGDQ
DIPFIQCLFLNNVSIKPHSDIGFTKLRSLHLHCVQIIGDLSGLLFNCSSLEDLEVFACLGVTALNIPHQLNKLRHLLICN
MRIQMLEFHVPGLSHFEYKGTMIPIMLHGCSKLQKATLNFHQTWLEEDNNKVLGHVFHGIPSVSAVEVLNLLVDICTKQS
VWSSQVHTLTARPTIMFMNLKHLTYEILIFTKDPNSHSGVLQLAQYLAFAPQLETLELHMLYHSTHCRCWHEGAGVSYGH
MPHHHLKMVYMSGFRCYRAQVELLFAILEMGDELEHVTIDPMTRVPYSPDLMNLGIPEDEICQWANRTSQRFGKAISVVK
PP*MCLPAAAVYGLLMICFVLSHAFLQQQPQLMENVAVAKRSRLEQHRTLSDNSFRVEDLPEEIQSLLLSLLSLKEAAST
SIVSRNWRKLWTRYPNLCFDGSKDGPADMDSVKIERMKFIDTVNSIIQQHSGIGLNKFSIRCNLLKDDSDILDRWIRFAT
ASKAKIIDMNLCTNRNNKGPTKHLYDFPLEAFGDQDIPFIQCLFLNNVSIKPHSDIGFTKLRSLHLHCVQIIGDLSGLLF
NCSSLEDLEVFACLGVTALNIPHQLNKLRHLLICNMRIQMLEFHVPGLSHFEYKGTMIPIMLHGCSKLQKATLNFHQTWL
EEDNNKVLGHVFHGIPSVSAVEVLNLLVDICTKQSVWSSQVHTLTARPTIMFMNLKHLTYEILIFTKDPNSHSGVLQLAQ
YLAFAPQLETLELHMLYHSTHCRCWHEGAGVSYGHMPHHHLKMVYMSGFRCYRAQVELLFAILEMGDELEHVTIDPMTRV
PYSPDLMNLGIPEDEICQWANRTSQRFGKAISVVKPP*                                          
>Osat_LOC_Os06g50280                                                            
MDSLSSLFVKVEELGLLQPLGIPHWVSLYADDVVAFVRPTVADLEAATTVPRIFGEASGLHTNFNKCSALPISSIPIYLL
IALDAPKWVIKGIDKIRRGFLWAGKVSTHGGKCRVAWGGVCAPKCYGGLGVPDLDRMGIALRSRWVWLQRTSPDKPWHGL
NIPVSLNERNFATASTVCVLGNGESILFWEDIWLEGSSIRCIAPAVWAAVPARLRRRRTVAEALQDRRWIRDCTGALGLQ
AILEYLQLWSILRSSVRLSDHPDSFIWKWEASGVYSSRSAYRALFLGRVPFQSEPIWKTFAPPPRDAGSLPGWSQKGATR
RRTACVLGGCLTRIDVSFVINMKRLLITSWSLAQSLANFDGLSFPALDIQQLIVSFMPLRDAARASLVSRNWRMLWTCHP
NLCFDGTKQEPTDEGTLKIDRWYFSKTVNHVVRRHKGIGLNKFSINCDLNKDEFKHIDGKAVVLIEVHPNISGFTMLKRL



ALQYVKIVGDLPDLLSRCSLLEDLDISVCTGVGDLVIPCQLDKLQHLRIWGTEVQMIEFHVSCLTRFGYRGEAISIMLHG
CPKSVKATIVFLELNQLDHVFTVLPSALPVKELSLDLHMYDYDLGQVHTLTRPLWRLWVSHIYTAMVFELGTGYLM*   
>Osat_LOC_Os07g02770                                                            
MEDGDGEEGTAKRAKLSAGDGGGGGGEDRLSALPDDLLVQILLRVGTSAAARTSVLSRRWRSLWYLLPELDFVSTADARA
IRAALAYHGAPPLRLLLVSAVGATAGSVAEWLPLAARRLSGYLGLLNVVPKTKRDEGEGAAAGEVLELPCFASAANLALD
LGFIAVAMPRSGVFSRLTLLSLDNVRFHRPCDLGDAVSSPRSPFLKRLTIQNAHGLSNLSIHSESLLQIRLGGLKGLKQL
NVVAPALGALYVISCFSDPLAMSQPVADISAPQLETLHWEDAFDPSSVRFGNMANVKCLGTHFYLAFGQEDFGHNGDCLR
LLQRFQFDALDRLSLTLAYMSELNDLENEYLMEEMTMLPDIMFLGLTVLASGHAIGPSVFHVLRMSTSIRRLELATDIYS
SNPQARAACSSSCTCDLPPNWKTEELKLAFLHEVEINNFRGTEHQIALVKQLFGWAAMLKDMTINFCHSITESMARKVCQ
MLLSFSRPEILMNFYIYQQTTSGFVCSRGQMHRTKLVA*                                         
>Osat_LOC_Os07g02890                                                            
MASLPDLIDDLTTEILLRIPPDEPASLVRASLVCKPWCRIITDPAFLRRYRAFHRTPPMLGFLHNVDGDKAISSVPRFVP
TTTAASSPFSPPAIGSPHWWWALDCRHGRVLINLFNPMELMVWDPITGDHHRFPVPPHPHAYCTGAVLCAARDCRHLDCH
QGPFLVVFVGSGEHGYHYSWACLYSSETGEWSSKVSIVFDSYVEMLPSLLVEDMLFFICENGIRILGYDIGRHELWEIEP
PLWDDYQGGTLMTAEDGGLGFATMETRGLVLWSWYVDDDDGIADWEQLRVIKLEMLIPVDNPSVSLDLVGFIEGTQTIFV
SSDVGVFAIGLKSGQVKKILLGGGRRTQLEYRLYSDPSRPFRYASDRQSK*                             
>Osat_LOC_Os07g02910                                                            
MAAAAPELVDDMTYEILLHIPPDDPASLVRASLVCKRWRQLLTDPAFLRRYRAFHRTPPMLGFIHNVDHSSNSSYIPRFV
ATTSPSPFYPDFPPPSIEFPTYWWALDCRHGRLLLQLFNPIDLMVWDPTTGDHRIFPQPPYLDFYCTGAVLCATRGCRHV
DCHGGPYLVVFVGTGEDDHSWACVYSSETGEWSSQASIAFDSYVEMLPGLLVQDTLYFRCERGKRILGYDIGRHELSEID
PPPLGHEVGILMESGYGGLGFATVEDCSILLWSRYVGDDGIEEWKKSWVIGLDFLNPVGNPSLSWELAGFAEGVHTIFIS
SEIGVFTIELKSGQVKKLCEEGYYTVVPYMSFYTSDIAIWRPEEPAED*                               
>Osat_LOC_Os07g03100                                                            
MAPPELTDDVVEEILLRLPPDDPSCSARASAVCKPWRRLLSDPVFLRRHRAFHRRRAPPLLGFIHHVSDEPARRVPSFAQ
FVPTTAFRPAELEHKNCWPLDCRHGRALFQSSNVELTIWDPMTGDVRRQREPYGTLCTFATAAVLCAVPGCDHHDCHGGP
FVLVFVGNDEDDDGEEIASASSYSSETGTWTAASTVHHDDSLELESKPSVLAGDAVHFLTYFGKAILRYDLTKLELSVIL
PPVAYGDGDALLMTAEDGELGLALFDGEASIHLWARVAGAGWVRRNVIDLYAVLPFFDPVHSLSLVGFAEGTDIIFLHTI
HGDYRMELKSLQISKLWEKDRCFNIFPYMSFFVPGTSFTNLLALGFGDRSVQSFRMEHASCSIHQS*MAPPELTDDVVEE
ILLRLPPDDPSCSARASAVCKPWRRLLSDPVFLRRHRAFHRRRAPPLLGFIHHVSDEPARRVPSFAQFVPTTAFRPAELE
HKNCWPLDCRHGRALFQSSNVELTIWDPMTGDVRRQREPYGTLCTFATAAVLCAVPGCDHHDCHGGPFVLVFVGNDEDDD
GEEIASASSYSSETGTWTAASTVHHDDSLELESKPSVLAGDAVHFLTYFGKAILRYDLTKLELSVILPPVAYGDGDALLM
TAEDGELGLALFDGEASIHLWARVAGAGWVRRNVIDLYAVLPFFDPVHSLSLVGFAEGTDIIFLHTIHGDYRMELKSLQI
SKLWEKDRCFNIFPYMSFFVPGRDRNKLPSPTIIASI*MAPPELTDDVVEEILLRLPPDDPSCSARASAVCKPWRRLLSD
PVFLRRHRAFHRRRAPPLLGFIHHVSDEPARRVPSFAQFVPTTAFRPAELEHKNCWPLDCRHGRALFQSSNVELTIWDPM
TGDVRRQREPYGTLCTFATAAVLCAVPGCDHHDCHGGPFVLVFVGNDEDDDGEEIASASSYSSETGTWTAASTVHHDDSL
ELESKPSVLAGDAVHFLTYFGKAILRYDLTKLELSVILPPVAYGDGDALLMTAEDGELGLALFDGEASIHLWARVAGAGW
VRRNVIDLYAVLPFFDPVHSLSLVGFAEGTDIIFLHTIHGDYRMELKSLQISKLWEKDRCFNIFPYMSFFVPGRDRTNCH
RQQLQQ*                                                                         
>Osat_LOC_Os07g05880                                                            
MRRVRVSSHQSPVHKLGDSQMKLTPKFRLATTSALPSSMPASDLEQASWETPLIPGLPDDAALNCLLRLPVETHEACRLV
CRRWHHLLADKARFFMQRKVMGFRSPLLFTLAFHRCTGKIQWKVLDLNYLTWHTIPAMPCRDRACPRGFGCVAIPSDGTL
LVCGGLVSDMDCPLHLVLKYDVYKNRWTVMTRMLAARSFFAGGVIDGRVYVAGGYSTDQFELNSAEVLDPVKGVWQPVAS
MGMNMASSDSAVISGRLYVTEGCAWPFFSSPRGQVYDPKIDRWEVMPVGMREGWTGLSVVIDKHLFVISEYERMKVKVYD
PETDSWDSVKGPPMPERIMKPFSVSCLENKIVVVGRGLHVAIGHVKKQPGSHPDSRSSSYLIQWQDVDVPREFGDLTPSN
SQILYA*                                                                         
>Osat_LOC_Os07g06500                                                            
MDDATTTKRKRPVIRFNDLPTDILIGIISRLPIKEAARTSILSSHWKKIWCSHVNLEFSFYSMSPRLASTSHDARLRMKM
FIERVSQVFAQHSGLSVQKIAIQGKLDNEHADHINRWLSFVSATKTKDLTFDFKSRYPREGPYDFPFKFFGAMDSSYLLS
MRLSAVSLNPPVDFKAFLNLKRLKLEHTNITDENMQILISNCNALEFLGIVDCGKLTRLSTSHLWNQLKHLHVESCHLLK
EIELNLGLTKLGYKGTLIPLSPPGPLLLTNVCMKLQHARSSLGYIFTNLPSTLLHLETLSLQCSELERAILPENHIKFMY
LKHLRLQLRHPVTEKKIDLLDFACLLEAAPLLQKFELHMWMPLHHQRYREEAHGELRSLPPQPHAHLRLVHISGFIGMKD
QLELSLHILRNSAMIRAMKVDPKPLFALPCISMLSPLEGFQYLDGYEVAIEYLCREDHNNVVDVSEIRREEVETLSVCEL
VYPDCVRLTRKANSSS*                                                               
>Osat_LOC_Os07g06730                                                            
MTRKPEESLDCAAKNRQGRRSGLQLNDLPIDVLGLIISRLPIGDAIRTGLISRQWKDLWRDHTMLTFSRATFPSCRMLNQ
QNFIRRVDSILQQHSGVGVERMEIKFLLRNARRDIDRWVKFAVASKTKELILDLSDLTRFFMLPVMCLQLTSMYLKPAAD
FTGFLNLKRLNLIGVNITDEGVQNLLCNPNVLEFLEISFCRMLTKIHAPHFLNRLKHLQVDCCPVLEKIEMNCDLATLDF
TGSSMTPLIFATTSSLTNDSSVICRLFECSNFMLLNIRKTDILDYAYLLEIAPFMEKLELHMWIDAPHKPYSEEDGDLRS
LPLHHHNNLKQVQITGIFGQKDQVELALHILCSSTVLKNMVINPEIAIVPHDAYRPPKRGAHNFVDGRDAAMEFVCKADH
RNVVEVV*                                                                        
>Osat_LOC_Os07g06900                                                            
MEKRKRIASKEDLHGQMMKRKKWRLQLSNLPEDILCTIVSKLPLREAARTSILSSQWNRTWCSHTNLNLSYRSIMSRRYI



ERDIRPEGRKLNAEEFIRRVDAILQQHNGGGVEKIEVIGLLENENAYHINGWVNFAIKSKTKQLVLDFRSFHWPIDEPYN
FAFQIFDAANMENLQSLKLGSISLKPPADFKGFQNLKRLKLLDVGITDEDLQLLLSNCNCLEFLGIYCCKLITSLRTTHL
STQLKHLYVYECPCLKEIELNSGLTTLEYIGPLIPLAPPGIYVLTNLRIKSLDISDSLQYIFTELPSTLPRLEMLTLQCR
ELERITLPDKPIKFIYLKHLRLELAFSGPRKWDADILDFACILEAAPLMEKLEFHMWMNCRDHLRYRKAHGKLRTLPPCP
HYHLKEVNIAGFYGQKDQLELAHHILRNSVVLQAMNIDPRPIAACDPSRMAILEAFNFVDGSKVAMKYLCKADHRNVVHV
SDVSRKDVENVPAYRLVSPFWIEFDKTKRSGLLIR*                                            
>Osat_LOC_Os07g07520                                                            
MAEERRRRKREEEEEAEEWERRKRGRRKRRKRRRRRGGEEDPVDVLGEEVMGRVMELLDARSVARCTAVSRAWRGVAADD
RLWAPKCAELMAGKAHIPRLTMIPTASKLSTYSMAIADGKRTRITKEDLCDHDWEFRFTIAAPEYWRNLDPSWKHTGPPM
RRYFHPDGYHSADPHDAVWGGHECTYTIITSFAGNGCIRDHYVRINRWPPMKVSRKEDWSWELSNHLYRYNSIPDTDKKG
CTGPLFPVW*                                                                      
>Osat_LOC_Os07g08570                                                            
MGKPVRSLPSSRPRRKRTVAAVMPKRAASRRRGGPTTRARVGNKSSSAAPGSGYGGAVDGVLPPEMLHEVLLRLPAKPIC
RLRAVCHSWRSFTSDPLFAAAHAARHPHTALLLAVGVETSPTPREHKLLRIVESRDYSHVSEIITTSDTKPQWRKADNPP
DYLDWSFTNGVVYRGAAYFLLSYFNRVAASSLIRTGCMPSFDLETEQWSMTLQGPTKTILHDANGTVNYTGLAGHLMLAQ
LKGTLSAAHWKDHVSIVDLWFLTDFDKGTWSKEYRINVDFVFFGTGVYVKVHPLVVTDEGEVVFWLQAGTKAIVQIYNPV
TKISLDITETSIYAGVGVYTGSPLCLEGV*                                                  
>Osat_LOC_Os07g09710                                                            
MASRSQCAKVSGEAGTTASPSAAGGGEGGGAALPADVLFEVLLRLGPKDVCRLRGVCRSWRALTTDATFVAAHAARHRGP
LLAGGVLDFDVFPSVDVLLMDLSGSVVKRIRHAATHLVLPTTNLDLLCVTEVYTCRATLLNPITGAAVHLPEPLSTPHSL
RGRSLSDFDGSFKYGRDSNGDYKVLRVLTDCHNKQFPEQLFEILSLDESSRYHMRWRAKKALPMCVRRDAIGGVVINGVV
YFLLDGRPNGVKNAHRESYEMDHMALFDLCSERWISYLEGPMATHPEMNNIDEILPEPLEMSVYQNLSLSELSGALVVAQ
YTDYRSAEIKSYVDLWYLMDSEKQIWEKKYRIVLEMDTWDTEHIFPHAHPSLILDDGRILIYITVHLANFEGQYTRRVMR
LYDPETDTLGSDLVDVKNIHSIGFFSGSLLSIQNGQGL*                                         
>Osat_LOC_Os07g09814                                                            
MAPPGTSRRRGRRGRRAAGRCAGLPLDALFEIMLRLPARDVCRLRAVCRSWRAVASDRAFVDAHASRHPGPYVAACFSDE
ADGGDGDESCGGVDIVDLSSGDIVKTIYTEVSGSRVQRTRLDLVCLVEGPSPLDVTVLDPVTGATYIPAKSISADNKDLL
SSGRLIMESCAFGKVPSTGEYKVVRLLGSGNPCELYECEIMTVNSAGALQWRAIQGPQLPVCSSNNMRSVVINGVAYFLL
DYSRLYCSNDGLLIRPGNIVPFDLETEEWMGILNGPKPVARGRDMIVISSTLEIMEPLSLADLNGSLVMVHAVYGSPMDL
WFLSDLEQGLWVKKYSIDFEYYNNNAYPLLLLDDEKIVFLLRGTNVLQSYDLKDDTYTDILVVPDFRSVGIYTGDLLSLE
GGLN*                                                                           
>Osat_LOC_Os07g09870                                                            
MESAAAAAGWGLGAVDGVLPPELLLDVLLRLPAGPICRLRAVCRSWLAFTTDPHFVAAHAARHPAPLLAVGVQGFPRLCV
DLVDLSGNLVKQILRVGKGRVVSGSSADRVLVAGEDHSVRVLNPTTGSISILPSHRCGGADPSTIAAWFAFGQTASTGEC
KLVRILLNIDNSRHLSEVITIGDTDGEWRETANPPGYLGWNCTNGVVFKGAAYFILDYCFSDPSFLERGCMPSFDFATEK
WSVALQGPLNRILEESNGTLSYHDLANQLMLSGLKGTLCTSHWNDQFYTVDLWFLTDSEKGTWSKDHRINVDAVFHGIGD
YLKVQPLLVTDEGKIVLSMQMGSKGVVQIYDPVTDTSSDIIQISIYTGASVFTGSLLCPQSV*                 
>Osat_LOC_Os07g09950                                                            
MAPPTRQPRSGGRRKRRMAAAGDGGGGVAALMPEDMVREVLLRLPAKAAARFRAVCRPWRATLSDPRFVAAHAARRGALL
VATGAPCRTSRGSGGHVDLVGLAGDVVRRTRAEEGVLELSTCGDLACVVGTDRRARVLHPVTGAGADDPLPHDLAEENKP
WAGWRLEERFHAFTHAFGRASSTGEYKVLRVASLSPDLRVEQLVEVLALDRAGRAHAGARWRGMPRPPFHLAGASNAGMA
VVAGVVHFLAVDIPLPFLPFEHDDDDIHHGAIARFDLDTEQWRPLLRGPLNIHQIQQDNDLSPPLLTLTELKGFLVTVHR
DRSHQSSSMDLWFLIDSEEETWVKEYKIQIHLRPREFYAHPLLVLDERMIVFCVRPKGRVMVYDLEIGKCKDLGDGDCVE
VGVYKGCLLSSGSVVVDNDK*                                                           
>Osat_LOC_Os07g10710                                                            
MAPPPRKRRRVDGSGGNGGNYPLVATPNDGVLPVDLLNAVLLRLPARPACRLRAVCRPWRAVLSDPRFAAAHAARHPDPH
LVVAACDRLDAGGIELVDVYLVGASGDVAKRVPAGRCDTDAVSSARDGVALLVGNDRRLRVLDAAASAAVSLVPDGEHHP
INCSFTLGRAASSSGEHKVLRIGTVVHGEPQVCAVLTLAVAGGRGQNARWREAPSPPLVVRTRRGDVAVAGGVAYFLLRR
AYLADRIAAFDLEAEQWRPALVGGPPLAAWRPTRPDRPRVTLAELGGSLVVAIDDHRAATLDLWFLLAAGDGEQHWSKQY
TVTMPYHRRPWRCDGERAEPVVVLDDGRIVFWVWAGGSGGTRHGGGVMRVYDPITGGHTDVATAARCAHVGVYTGNLLSL
VSE*                                                                            
>Osat_LOC_Os07g12600                                                            
MDAKVDEMSKAYQELVAAAQAILEARRQPGGENTAAMDAAREAFEQRRKLFAVACDDADALVQSARQSIVSDPGRFVDVV
TTPDEDSVRSPTRSSAESSSSSGFGALPDEVLRHILLRLPSAAAAARTSLISRRWRNLWSTLLPKLRFPGVTDLARVGAA
LRLRVAPVRLLRIESSDRAPDKIVAVLHLAAPLLEGKLCFDVITPAAAAAGAAGTGGAIQIPCFEKATEITIRLRGRLGI
QLPPSGVFARLTALSLSHCRFDDQGQRDLGDAVSSEGCPSLRELRIRDADVVSNLAIRSESLRLVQLSRLEGIRQLTISA
PALTELDLYACLLWGMPMVDIFAPALETLHWVDFFSSSSVRFVEKPNVHRLSVYGMVYGRRNTPGSLQLVQHFTEARDVH
LSLVYPSIMDMSCELLVQAVKKLPAVEILSLRLLTIGHTFGPCVYHLLKMSTGIRELKLKLEDHIADGEVPCSSGCVCYE
PQAWKKNNISLNFLQKVEINNLSGAERQIYFVKRLLRWTMPELKTITLSFDPLVTVSEKVSRKLLSFSTPGICMEIYLHR
NGTRVKYSAAN*                                                                    
>Osat_LOC_Os07g13870                                                            
MASPEPCAAAAAPGSGFGAVDGVLPPELLLEVLLRLPAKPICRLRAVCRSWLSFTTDRLFLAAYAAVHPHPLLAVLVDSF



PSRCCVDLVDLSGNVVEEILGVGGECRVLTASYDRVLVAGEHHRVSVLDPATGSVSALPFGIAEDMVRRNGMRPAWFAFG
QTNSTGEYKLLRILEDLEDGYEADPVCEVFAIGDMNGRWRKMESPPGYLDPSCTNGVVFEGAAYFFLDHWQMDPSYYFAT
GCIPSFDLATEQWSTALQGPVNRILEEANGTLNYADLTDRLMLAQLEGTLCTAHFNDQISAVDLWFLVDFENGMWSKEYR
INVEFAFDGFGDGVQPLLVTDEGNVVLWVQIGSKGMVWIYNPVTNTSSEIVQTKASIFTGVGVYTGNQLCPQSM*     
>Osat_LOC_Os07g13890                                                            
MDTGRSSQLTERVRRMPASSNSGILPLEVLFDVLVRLPAKELCRLRIVCRPWRSLTSDPLFMKTHVAHHRETFFLASFKD
DETHIHIMDFAGNVIKQIGIPAGHKVLCTRLDLVCVATNKNSCHVLNPVTGDVYNLPKSPAEEHTYHVNLRKPFTSFAFG
HVASTGEYKVLRMFNRPGFTDLGIPQLCEVITVKGGTGQARWRGKQSREFFVECQKANSGVVVNGVVYFLIDSVYDSMII
GGDGAGIHPDFICSFDLEVEEWREDIQGPISRNFVYDMDFPDEYIAIWDQLSLAELKGYLVLVYHQSYRSSTIDLWYLID
YETRTWIKQYSIQIESFVPVRECKVKPLLVLDDGRIVVWLGSTGLLLIYDPRTSTFAEVEMRRLSEVGLYTGSVLSL*  
>Osat_LOC_Os07g13900                                                            
MGITTRARGKRRKLQGHQTPPPPPPCGAAQISLLPDDALREIVTRLPSNDAARTQLLSSRWRHLWRSAPLNLDLRDAGDI
SRVLATHPGPARRFAVPDLGSSFPNRRATLDAWFAAPALDNLQELELMGSYRPLPPSAARLFPTLRVAVFSRCSFPDDPA
AAAFCFPRLEQLTLEYVAVSEATLHGVLAGCAALDCLLLRGVRGCRRLSISSPTIRVVGVCVTRALKELIVEDAPRLERL
LMPEVWQLLRVSVISAPKLEALGWLSNHCTLEIGTIAIKCSIGEFHFDSLTTVARGVKVLALDIDNLSLDMAIDFMRCFP
SLEKLYIRKFSHKCNNVWRQKMRHKMLDPIECLDLNLKKVEVSGYCGNKSHIDFAMFFVLNGRVLELMRLECGTRRNDRK
WIENQKMCLKLDNMVSKDAEFHFTRRTSWNYFTNVRRAHELLIADPFCT*                              
>Osat_LOC_Os07g13930                                                            
MEPNRRRRKTEEAEISAADRFAALPDGVLARIVSMLPYWDVIQLSAVCASWRRLRLHRAAPVVNIDLREFVLFGAFLPGY
VVLGHRAALHRMRRPVDKLRLTYFAADRCMNEEANAIIRAVAAREIRITICHGPGGARAARARRLDEWDVDVPSTATDLD
VRGSGYRAPAVYADCLRVLTLYHLELHDAPRLPSLRSLTLQSVLVAAAVPFAPGKWCPQLESLEMESCTVEYRQVDIRLQ
LLKLLVMDDVSVGPPCRKNDDEPFGHVTVDAPALDELVVVCSTGWAVEYASFTLRAPALRRLCWWEQFAGRVAIDVGMPG
SVTEGTIEFKSNGELEEMSCREMRFYRAQLMQMLRGILPERAAGEDRRRRTAFHDGEDDHRDGRRRDDPGGEAHLRPSTP
HLVAPRLISAMIAGSISTNI*                                                           
>Osat_LOC_Os07g16420                                                            
MVMMSCKRRKVSPASGAPVVLPEEMMIEVLQWLPVESVLCFRAVCRSWATALSSDQFRGFHTAKNKIKPLPPKLFFVSQT
AGFGSTSVHASSPLSRSVLGGDDHRDLLFNLDNVRGDFMAMTPTPCHGLTLLHDAMGLEYYVLNVATRSISRLPPCQTVP
SGSAGLGFDARTGEYKVVRLFREIISGEPHTKCQIYTLGGKHGDSWRPASGGVPFKFRTAGTYSILASQQHKLLPVFVDG
FLHWLTGSLFSFLRPHAAILSFSVTEETFRLVRSPPFQVSGVHLVDLSGNLCMVRDLRRMSSTLEIWKLNDLYSSDWSLE
HRIDLSTEHVARDLMKPDFIRVIGSADSSGMSGKKNVIIATSNRKAIAYDPTSETLETILEIKGTPLPYQTSRSALGLIS
LFEDSLAPVCSLTKATPNPPHHQHHCRTLPLMNDCKCKTNEEIALSSPLAKVIKEALLRLPGDYAVQFKLVSKQWHRFIE
SWSFARGYDMYNNKDRRPKIRLVGMGTGGSSGFSFASIEKLLQESPSKDTWFDAKLVCSKPCHGMNLISTELEDYLYNPC
TGYRYVRSTREALVYIPNRIPSDRFRHDHAFTTGNKNVGLGFDPLMQEHPPLPVNDMPPAYLAGFLYWMSEPRLSQSKTS
AILSFEIATKTFVVIQCPSCALTRHNRSPCKSFVVELEGMLCVVLANPFEEELDIWKMEHGQWDRAYRVCLKGWPGYSLG
ANVVVPMAVDPKDGRILLNTGSKLGLYDPTKRVIENLYDLDEVLRVKQTDESLHVEDKEKS*                  
>Osat_LOC_Os07g16800                                                            
MVMMSCKRRKVSPASGATVVLPEEMMIEVLQWLPVESVLRFRAVCRSWATALSSDQFRGFHTAKNKIKPLPPKLFFVSQT
AGFGSTSVHTSSPLSRSVPGGDNHRDLLFNLDNVRGDFMAMTPTPCHGLTLLHDAMGLEYYVLNAATRSISRLPPCQTVP
SGSAGLGFDARTGEYKVVRLFREIISGEPHTKCQIYTLGGKHGDSWRPASGGVPFKFRTAGTYSISASQQHKLLPVFVDG
FLHWLTGSLFSFLRPHAAILSFSVTEETFRLVRSPPFQVSGVHLVDLSGNLCMVRDLRRMSSTLEIWKLNDLYSSDWSLE
HRIDLSTEHVARDLMKPDFIRVIGSAGSSGMSGKKNVIIATSNRKAIAYDPTSETLETILEIKGTPLPYQTARSALGLIS
LFEDSLAPVCKTNEEIALSSPLAKVIKEALLRLPGDYAVQFKLVSKQWHRFIESWSFARGYHMYNNRDRRPKIRLVGMGT
GGSSGFSFASIEKLLQESPSKDTWLDAKVVCSKPCHGMNLISTELEDYLYNPCTGYRYVRSTRGALVYIPNRIPSDRFRH
DHAFTTGNKNVGLGFDPLMQEHPPLPVNDMPPAYLAGFLYWMSEPRLSQSKTSAILSFEIATKTFVVIQCPSCALTRHNR
SPCESFVVELEGMLCVVLANPFEEELDIWKMEHGQWDRAYRVCLKGWPGYSLGANVVVPMAVDPKDGRILLNTGSKLGLY
DPTKRVIENLYDLDEVLRVKQTDETLHVEDKEKS*                                             
>Osat_LOC_Os07g17460                                                            
MDATDPPPPPPPLTRKRGREARKSKEAAPPREPRRARSRSHVPPPPGAGDGRGGDGEEDVGFDLISRLPDAVLGDIISRL
PTKDGGKTRALSKRWRPVWRTAPLNLDAGDLAPDANGAALAVLVTQILLVHAGPVRRFCIPAQQIHERPAMVEGWLGSRR
FKNLEELEFTVPEDPFYGRSFLLLPPPPSTFRFSATLRVAAISQCSLPDCTATLALRFPQLRLLSLQEVIVSEHSLHSII
AGCPALEGLLLKRSFGFRCLRINSPTIRSVAFHSPCCGDHCVWKVGFHLEEVVIEDAPCLERLIHIERAMGLGVNVTVIA
APKLEACVLDDLDDGYYRLDFGKVVFKGFAVINYTTPVSSIKILALIRDNLRLDRVIELMRCFQCLEKLYITVKYFFC* 
>Osat_LOC_Os07g18560                                                            
MEAAAAAAKKRRFGRSTGKGSLGSDGLDHISCLPEAILGEIISLLPTKDAARTQAVSRRWRPLWRSTPLNLDVDSLSTQE
RKRTMFVSRILASHPGPARRLSLPFFRLRDRYAKLDGWLRSPALADLQELDFSYDIEDEEALYPLPPSALRFAPTLRVVE
LRTCHFPNGMAPALHFPRLARLTLYRVTISEDTLHGLLSRCSALESLLLVGNFGIRRLRINSPFLRSLGFSASSWEGYRD
ANFQEVVIEDAPCLERLMPLYPNHGPATIRVIAAPKLEVLGVLSDGISQLHLGTTFFQKMIAVNLTTSIRTVKVLVLDSN
GPNLDVVVDFLKCFPCLERLYVVSRPHKVIKNIRSYDPLHPIECMELHLRKVVIRYYEGKRPDVDFAKFFVLNAKVLREM
DFCSPSNRNLKWQDNQHRRLSLENKASQVAQFTFKTTSRTRNELTRNRHTHELSMSDPFDFSSCLCSSCRFFFQL*    
>Osat_LOC_Os07g18600                                                            
MEEVTAPVAKKRRHDEPDCQERSEGGDADAGGIDLISVLPDEILGSIISLLPTKDAARTTVLSPRWRHLWCSAPLNLDAD
GGLSGQERKRISIVSRILEAHRGPARRLSLRSVGLRGIYARFDRWFCSAALNNLEHLDFAYASDGRYYGIGVNPDPRPPR



PLPPSALRFAPTLRTAYIGGCDFPAVAPAAAPCFPRLTRLTLYGVAISEDALHRVLAGCAVLETLGLEASSGFGAVRINS
PTLRSVGFAVSAETELVIEDAPCLERLMLLDPHSGPKNVRVVRAPQLKVLGYLSDKITKLDLGTVIIQETMVVSSTASLR
TVKVLVLESAGPNLDTIWLP*                                                           
>Osat_LOC_Os07g23900                                                            
MDDAIAALPPELVSEILLRLRPDEPEHLFRASLVCKAWLRAICDPVFLRRYRAFHGSPPLLGLLHRLRVIDGDPAPRLAR
TTAAPLSPDPAFLRALDCRHGRVLLHASNLGLIVWDPVTGEQHRLPESGIPWLIYTAAVFCAVGGCDHLDCHGGPFRVVF
VATDDDDELVKGSVYSSETGVWSTPATLDDGYQSWEERWQAARSRGEYYRTPYVHPKRCALVGDEIYFTLRNGNTIIEYN
WGKNRLSMFDPPTSDLYYIALTVMENGSLGFAGIEGSSLNVWSRKVNPQGAAEWVLCRIIELEKIIPVVDLSDEACVVGS
AEGLGVIFVSTGVGLFTIELKSRRVKKLEEPGVYFSVLPYMSFYTPDRGTLLSLARTH*                     
>Osat_LOC_Os07g26000                                                            
MDATATSTVAGGGFTGTTISARRAHMDGICLVNKKRRLTLRPCVEVDHSSKRVRSRCAKFESLPEDIVSRIISQLTLKEA
VVMSSTSTKLRRAWIYHPNLYLDTSIVFGSSDRQKRVPSTETFIDTVNFILRTHSGLGVNKLAVMFELRKEHAHDIDGWV
SFAVTSKARVVTLNFSPYHGSHDRSYNFPCHLFNGKSGSHLQVLQLDTVTLGPSPPGFCGFANLTMLTLENVLVLGDLQF
LLKCPALEWLTIRMCSQLHNLYAPEPLPRLTFLCVQDCAIDKIDVHAPNLTTFKYRGRFKVIIALRECLKLKTASIVSPI
EDNLYYIFTELPNGLPHVERLHVNVFVKTQIPGFTQAPYKFINLRHLTMRITYEIAKRFGRNAVLQLAYFSEAAPFLVDL
HLDMLCLDFYESRPARDVIMNRPHYSLKRACITGFNGNGGQVALVKFILKNAVKLEEMVIDPKGRITNQMMGEHKGRRMI
KEKLVPKYKNGLLVIL*                                                               
>Osat_LOC_Os07g31680                                                            
MAGTSTMAPWSDLPSDLLGLVIARLPFPADRARFRAVCRAWHSALRRHVAAPPQLPWIVLPEGTFVTVSDGGVHRMAFPE
SNTVCIGSTDGWLALHRTDNDDDDSVDGARTTKTRHTFLLHNPFTGATVPLAELGDILDDDFFEEFRVCKVIIRSHPNGG
GHLVAVMTNHWDCPLILCQPGKGIWTPDSCTMPFVRVVDIAFFADKLYLITKAEDLFAVDLADDKDGKPTVTSVERIIRQ
PRSPDGVIDAFRWSDDEDDDDGDAQDNDGDASTNDHDESLNQEGDSENDSEIEPVGDDGIDDVGHQWQYLTGEDLIWKTT
KYELEGDDYAVNGSWHLLESSGRLLMVRRECLIAAFVKDADHTRSVDVSKADMDAGTWVPVTGGGLGGQAIFLSELFNKS
MPAPAHGEVLEDTMYFVDTPDVWDLKSGTRRPFTRSIGFFDLDRTWVFPPELIV*                         
>Osat_LOC_Os07g35050                                                            
MEDLPMGRRNPAASLTDDLVVEILRRLPVRSVCRFKRVCRSWRNLIADREHRKKLPQTLSGFFYKSSSGERCPCSAHHFT
NVSGKGVPLIYPSFSFLPQCDTVVPLDCCNGLLLCRCFQPGPNNSDDEIEPFHYAVCNPATKEWVMLPDADWANGETRIA
CLCFDPAISSHFHVLEYVEAEYEDVTGVEIYSSETGLWTLHVSGWGDDVFLRHWANPRSVFLNGFLHSATCAAEIAVVDM
EGKKWRTIAMPEPEGDTGIIHQTQGRLCAFNVDPDDIFKLSIWILEDYDTDNWILKHTVSSLRLFGGMKYRFGFDYQIIA
VHPECNLIFFVYGWDKTLMAYEMDRKEVRAIRNLGHDSFEPYLPYVPLFNESLADGC*                      
>Osat_LOC_Os07g35060                                                            
MEDLPMGRRNPAASLTDDLVVEILRRLPVRSVCRFKRVCRSWRNLIADREHRKKLPQTLSGFFYKSISGERCPCSAHHFT
NVSGKGVPLIYPSFSFLPQCDTVVPLDCCNGLLLCRCFQPGPNNSDDEIEPFHYAVCNPATKEWVMLPDADWANGETRIA
CLCFDPAISSHFHVLEYVEAEYEDVTGVEIYSSETGLWTLHVSGWGDDVFLRHWANPRSVFLNGFLHSATCAAEIAVVDM
EGKKWRTIAMPEPEGDTGIIHQTQGRLCAFNVDPDDIFKLSIWILEDYDTDNWILKHTVSSLRLFGGKKYQFGFDYQIIV
VHPECNLIFFVYGWDKTLMAYEMDRKEVRVIRNLGHDSSDPYLPYVPLFYESFADGR*                      
>Osat_LOC_Os07g36280                                                            
MAYRCIAHKRARLSGGSVGSSAGGGRGYGGPDRISRLPDELLHHVLSFVTTPEAVRTSALSRRWVGVWKRVPRLHLLEEE
ATKAEHIPDHYDGILRRYAADVDIADLAITYHWDWPEVDGDRASAWAGFAARRVTGRFDLAVTSQVGRGGDDDERAVLDL
PCFERATEISLYSSGLAVRLPAELDAAGDGDFTRLTKLQMSELRMGQSDFTKILELFSGADVLKLTSPMTATLDSEEQES
LIYSVQLPYYSKLDLGVITKGHKSYGSSVVHFLKRNSSIRNLTLTLHPYHPEDKRCAPCCMSNCNCHEPLKWWDEDISLD
SLEQLCVKHIWGECEGKKLIYFIMRNSKVLKKITVVFSSWLCS*                                    
>Osat_LOC_Os07g36290                                                            
MAYRCAAHKKASLSGGSVGAGAGGGRGYYGGPDRISSLPDELLHHVLSFVTTPEAVRTSALSRRWVGVWKRVPRLHLLEE
EATSAGHIPDHFDGILRRYAADVDIADLAISYHWDWPEVDGDRASAWAAFAARSVTGRFYLAVTTQVGHDDDAVLDLPCF
ERATEISLYSSGMAVRLPALDDAAAAGGFTRLTRLRMSELRFSDAGEGISGVVSRRCPSLECLELEHIDGMEALTLRSDS
LLSLRLAYVPLRRLDVAAGNMRKMRVKYCFDGTSRCPWTGGAAMRLAAPALEELGWEDAYPDKVELISLPSCLMELAVVE
LPSHIIHEIGQSDFTKILKLFSRAHVLRLTSPMTATATLDSEEQESLIHSVQLPYYSALDLGVITNGHSSFGSTVVHFLK
RNSSIRNLTLTLNPYHPKENKFAPCCMSNCTCHEPLKWWDQDIPLDSLEQLAIKHISGHREAKKLRTAAAAYVQWPAREQ
TPTAGAGGGDVPARPTGSEHRRLERAAEAAWSARGNCDSAAVDFVDFLSVNVRILLIYYL*                   
>Osat_LOC_Os07g36520                                                            
MSTCSARNSGDGGEGVDRISHLPEELIQNILVRLPSVDAAARTSVLSRRWRRVWTRLPSLSFQCDSEKPGAIDAALAAYS
APALNRLALSAAHALEAATVAPWLEFASRRVAGNLTLNFSVAGGLELPACERATSINLHVGHLRLPPAGSFAALASLAIV
GARMQGGDFEAVCSPRCPRLRRLAVRSVTLVGGAADVSVRSGSLEWLVFMAQGVGRLEVAAPRLRYFRAEAKAAAGDVSD
VSVASPVLEDVAWYGEFDPRRHRFAEAGHRLRKLMVMDMPTAALMRRFYIVDELVLSFGISPGIRGYKTFLNATSMIAKC
EVLEVQVTTRRHAFSSAVLHLLRKSGDDETKLLIRLPRMGNKSCTEGCPCSLTDSCNTDKIQLDSLKEVEILEFQGEFNQ
MKFINLLLDCQAPILKKVYVRIPKDVKSISNTKSKKIRSIIDGHPEIDVEFKLWS*                        
>Osat_LOC_Os07g36870                                                            
MASPARRSGHRRLDDTQELALPDDLLAEVLIRLPSLADLGRASAACASFRRVATDPAFLRRARALHPPSLLGFCASPGGF
HPAEPPHPSAPAARAVLRAADFGFSFLPSPLSWVVRDVLDGRFLLDRDGGEGGAALRILAVCDPLFRRYSLLPQIPEDLA
ASVRRRPRRGVAPNGRFDTFFAPIGEEERAAAAVAETSFKVIWIAQCPDKLVAFVFSSVTGQWRATASPCWGDLSPAFSR
PACRSLLRRSYAYGCFYWMMGDSGNLLVLDMCKMNFSIVKLPSSPPGRDIVECAIVEAGEGKIGMFAFCNCIDIYALELY



STTMQNEGRVASKWSFESAILMPSRDGFRVLGVTGKELCLQVSPICVSGCYLLEFSTNPSCKKLEFVRRVIRGVRTSLPF
LYVGYPPSLSSPSI*                                                                 
>Osat_LOC_Os07g36890                                                            
MAALPRRKRKRGLGKAAGARKRAREQHPGVAKLRKQHGSTFEDRISELPDDLLITILGHLDTRSSAATSVLSRRWQHLWK
SVPKLRFSQHDIVPQTELSRFLRAHEYVFFKPSLCSWKRRVRVNLDRRIRLTDMYRTRIFSSSLTGFLHKSNAGDKNNTK
ISSLFLSCTMEDRYVNLVDKLVSIAVCRGVEDLNLTTSFYYDGQRRSTTPYEFPLSLFTDGKGLSLTELKLCECTLNIPI
GLDGFKSLVKLSLTRMPISEDMIHTLFENCLKLECFHLNHCWGANHLFAGPGANHLKIASHDLQLRDIMVNSCEQITHME
LVAPKLHQFRYRGPSISMMLGSVPSIEHACLHYEDSRDGESVKYILGKLSQDFPLLTSLSIDFDTYELKNPVIPGGLPTA
FKNLRSLMLRVTMHSNDDLAWATMLLEVAPALESFQIELISNKKREHPGGVLWEPSDFEHHRLRQVKFYRFRMRQGDVAL
AGLLLARAPLLQTMSFFRGFVHNPPNWITQYVEAYHDWSTGQQSAITRRLEACNTFGARLEFRS*               
>Osat_LOC_Os07g36900                                                            
MAAPSNRKRKRRSAGAAGARKRARRHSVVKLRKQHESTCHDRISELPDDLLTTILGHLDTRTSAATSVLSRRWQHLRKSV
PKLRFSQHDILPQTELSHFLRAHEYVFFKPSLCPWKRRVRANPERLIRLVGRYRTRIFLSLLTGYLHKSNAGDKNGTKIS
SLVLCCTMEDFYANLIDKLISIAICRGVEHLNLETYLYSANDQRPSPAPYKFPLSLFADGKGLSVTKLILAECTLSIPVG
FAGFKSLVELSFTEMHISEDMIQTLIENCPNLECFRLRLCSGARHLKIASPHLQLREIMVKSCLQITHMELFAPKLQQFT
YRGPCISMVLSSVPLMEHACLDYEGRRDGESVKYILGKLSQDFSLLTSLSIVLNTYRLKNPVIPEVVPTPFKNLKSLTLG
AIMHCNDDIGWVTMLLEVAPVLESFQIELLTNEKREHPGGVLWEPSDNAHRHLRQVKFYRFRMRQADVALAGLLLARAPL
LQTMTFSRGSVHRSPGQTAQYVEAAADWTAEQRSAITRRLETCNAFGARLEFRS*                         
>Osat_LOC_Os07g37080                                                            
MDLEALPGDVLEEVLRRLPPRSLAACRCVCSALRALVDDRRVLRADLLPLKLAGIFIGVIWVPQFFARPVLPHALDLTRL
PETMLDCRNGLLLAHNVVVNPATGRWARLPRSPPPPPGCSCNDVFDYLVFDPTVSAHYEVYKIPSPFGDGMSDWPPSPFI
IDVFSSKTLQWEKRSYVREGEAAGTVANLLARGFNCHQRSALWRGALYVPCETDFVTRISLSDGKYQVIKSPIGLEAMGK
GSFLQLGKSKDGVCAFAHDDYQLCVWFLNESCGQMNWELKHQTHLWSLLAQLKSREHLAQCKSCKQTNGHWKYYDGNLFE
EQILQTDLQVDTYPENDYQAEEDEFGRHFDTDSNYYDAEEYGWASDEDGECHSECNNKYGEDELYKVDKLYNMQCQELFY
FFGFHPYRDVVFLHVSSSRAVAYHLNSSKVRDLGVGWEQHISAGFSKRHHRYGIGDPSIGVGSTTGTFEAHARENRADTY
FKLLSVVSNHLTLKNKLNHLPHLTTTNP*                                                   
>Osat_LOC_Os07g42590                                                            
MAAAVVARCGGAKKRKGEGLGEMHDDVLERVLARLPPASYFRLRGVCRRWSDAASSPTFLAACGRVPARDPWFLMLSEGE
GQERRLPAVAFDAGEGEWARCGGAPGHVMPVVAASGGRVLYRAPDTGELTVANPLTGASRVLPAPPPGAALHAVAMYGSS
PYRVVLITGDLPDLSMTVFDSSKNAWDDAVALSRKPDASSPERDAEGGVGGGGGGGDDETVYFLSKSGDVMATNMQRSAS
RQYSSAVTCGDGGEAVAYFLSNSGAVVACELSRRAFAELPRILPVYFEYSIDVVACGGRAYVVVLSELLGTASLRLWEFA
GGAWRQVAAMPPAMSHAFHGKKADVNCVGHGDRVMVCVSSGEANGCFMCDVPTNRWEELPPCAGAGGEPMDFVAAFSFEP
RMEVTV*                                                                         
>Osat_LOC_Os07g46555                                                            
MAEKIVDPSRRRDIPRAARAAAVADLALAAGHRAAARRRRRTPYWGGEGFGEMPPKRQRSAAGPSGEAPVNSLDDGCLMH
IFSFLSPIPDRYNTALVCHRWRFLACHPRLWLRVERPIRNTIEPGVYPNLESAVSAARPGDTILIAAGGTHVARNIQIKK
PLCIIGGGELPDDTVLTCSRGSDNALEFHSTCKIANLTIRAELGCCLLHRSGRLTIEECLLQCEQNPLDYLSFPIISTAI
EYDSFSSLKEQGHGVTVVRTRIEGGAKAVRTNGTLALQHVRAIYSRSSVFFWFEVGER*                     
>Osat_LOC_Os07g47110                                                            
MSFRSVIQEVKGEIGAISRRGFRSRPGRVRRVAAAAEEPPDESSAAALVMRESCWTQLPPELLREVLARVEESEGWWPRR
RDVVACAGVCRSWRGIVREIVRTPEASGNLTFPISLKQPGPRDAPMKCFIVRNRTTQTYYLYIGLTDALTDDGKFLLAAR
KCRRTTCTEYLISLDMNDISKRTDSYVGKLRSNFLGTKFTIYDAHPPYAGDVISKGQSARVIGSNHLSPRIPAGNYPVSH
ISYELNVLGSRGPRRMHCAMDSIPVSAIEQGGTAPTQTEFPLSYHESFTSIPFFKSKSVRANNSTASLLTQNGSKLVLKN
KSPRWHEHLQCWCLNFHGRVTVASVKNFQLVASDESNPTNQEHDDVILQFGKVGKDMFTMDYRYPISAFQAFAICLSSFD
TKIACE*                                                                         
>Osat_LOC_Os07g47160                                                            
MMKQRQTVSNLDIDGDLTYEILLRLPAKTVLRCGAVCKAWRRITTNPTFLSDHARHHPPEALLYNSFGKATSKINMELDA
LSVAAHHQAAEGLSVGADEPRRLDVEATEIELFSTTQYTRSMMTPAALHGHLHWLQHPEGRLTNHMAVFNMVDETFKQMT
SPPVTSKFFADLLAIDKFLMASEFTYLGVDLWVMEGYGAMDERWELRHRVVLPWMRGMTLERPLLIEGGNDSDVIMGTAY
GLGVYNVKSKTFRTVITVKPPDALLLSRNMLRESLVPHTFFDNQQQHPTCLPLFHFLS*                     
>Osat_LOC_Os07g48940                                                            
MESSSKPLLLVFKFAEGNDNEPPTLMDPFSQHNSNTNNPSAWRHQMLELKGKQCLACLQGQWLLMLDAASSNHCFFVSPL
DDMTIISLPPLDTPLEPLRRCAISSSPLSPDCTIVFSTFMDTYLAYTRPGEDDWWQLDTDDDDDDELLLMGDIVSCQGKM
YVPTDMSSIAMLDVSSYPPHIERRGIPEPSCIHSMANAMLVESQGEVFLLRHYGYGARDSELLDIDLHRLVHATDDGGDY
VWRKVDTIGDRAIFVADNCVVMSDATKAGIRPDCVYLLHQRCRHGVRLYTIRLDDRTTTFTLLPDLTSNDSIYWLLPAPI
SSIVDDTTQHYSGAIVHSSSKIDQENGDGISVVDIASEQASPCWCGLPTDMVEEIVSKISLIDYFRLRQVCKGWSSIVKP
IHYAQRYSTYPMLMSICSTSTGVYKLFDPIVEQEYNHEEQPCRPGSVPGSLPDAALLLETRRMGACDERRQVHFPEATFP
VDNQFDGICLSAAPTSPDCIAFSVEKDRNPTGRNRSVYVTLWRAGDEQWTMQRIDDHTPFRTAYCNPVFYDGEFYCLGTR
GGLAVFNPNNTTWRVLDKPEAPVLVDGNNFGDDPIPGDMYCHLLEFMGFQAAQRWGDQRVQAQQV*              
>Osat_LOC_Os08g01290                                                            
MSFRSIVRDVRDSFGSLSRRSFEVRISGLPGLSGHHRGKSLGSLSELRDRPVVVDQSRWVGLPPELLRDVMKRLEEGESN
WPSRKDVVACAAVCRTWREICKDIVQSPEICGKLTFPVSLKQPGPRDGLIQCFIKRDKSKLTYYLYLCLSPAVLSENGKF



LLAAKRNRRATSTEYIISVDSKNISRSSNGYVGKMRSNFLGTKFVVYDTQPPYNAGSLMSCQHGSRRISSRRVSPKLPTG
SYPIAHVKYELNVLGTRGPRRMQCTMHSIPASAVDPEGVVPGQPEQLLPGPFEESFRSTNTSSRFSFMDRSLDFSSSRFS
EISGSANQQGEDDIPEAKERPLVLRNKVPRWHEQLQCWCLNFRGRVTVASVKNFQLIAAASSESSQLEQQQQQQQQNHAS
SSSSASDHGKVILQFGKVGKDMFTMDYRYPLSAFQAFAICLTSFDTKLACE*                            
>Osat_LOC_Os08g01430                                                            
MTSDELAGEGEVDGAELILSLPEDVLGLISAHLRPRDLLALSAASRSLRNAVSTADKAWLAQCRRLLPTASHLLAWRTAL
AHSSLAVCRFLHSAAPLLGLWAHQNPELGNLVLALPGFLSLVAVRSIPQELSPRLLWAPVFELLADHRGHPAFLFLHGAA
HDSLFPGLLSSSLHPLANTLFLEAHTSTSTSHFSRLAFADRRRLLNALVAASRLTLPPDVATAPLFARSDADLPLLAARR
EAMLRLHSQSGGGMVRRAEIEALLIGARKTAALPADTAGDKMRLRRTFSVVAGFVRNSLRQMVTRSASANSRAEYAHPKH
LPLDEFLRAGESVGLSLRGARMRLSIYRNWPSMHDNRFVLYKLTTQAPMPGREYAGLWGGTFGWPPGRPEDERKPGKALF
FLLLSYEEDSEGKLQLIATKVLEGTHYVVHPNGSSMFIVRVGEPSTETFPWQTDEESRAVEINRSFAGEGIATGYGFRYP
GSKPGSLFVLLDGRLAFVWRENKAVLTLQRLDLEDMIRRGERVPSLPPIPNFAYLTKSYSNVFAVAPGSTSFPASPR*  
>Osat_LOC_Os08g05460                                                            
MPLRDLHSHLSPRPRPVNWDPGGPASFSVRLFRLSLSSGSPQAPSRDHLRVDHGVTSASARGSVASVATRDSSAVDVATS
YGSPPPPPRATPPVARSYVASPPRAIVHHVFECMSLRLMRMSNKCMRPTALEASTYDFISSLPDELLQHILSFMTAREAV
QTCVLSSRWRHIWKSLQCLNIKGSEFTSEAAYVNFMDNLVLRRGCVPLDSLLLCNSYGRVSLNHDRANLWFGYALRSNVR
EINIQEKHFEYSNLDHSSFISSHLKILCLNYVSISDLFIENLFSGCPALQDLVMVDCCVYATRFSSSSLKNLTFTSHSPD
NGDLVHDDFKDLVIDTPSLVSLHLEYLPFLAPCLLNASSVEKAYFRLDDMSFPCFHMKYNILSALSNVKNLKLLIGQFND
DAFQLMQNEVLKRDLWRCRTFNSLKKLSVSDWCVDGELHTLIHLLRCSPILEKLTLHLGVIGGLAWEQWMSYPQSEMPDM
SFICEHLKKVKITCANDDKRVPAIVNAILVNANSLPEIVIKPYTRLD*                                
>Osat_LOC_Os08g06780                                                            
MEEETAVADWSALPDDVVITVMGYLADPDDLVRSGAVCSTWRAAYATFRRLRLPSTTARPPWLLYSCDAYGPAAAALYCP
ATGKSLRVPLPAALLDGRPVFGASQGWLVTVDEAPNLHLVLVNPLTGAMATLPPITSLHNVERFTSRKGKTRYRVYDDMA
YNEASLVYSPAQAREWAYHQVVLSCSPAEGSACVALLLHRPDGDERWTPVAYPGQACSTACRHAIYDDADGLFYTLRFDG
SIYAIDVPRAASASSSPPPPPATREVMRGVTDLDNGSKFDYADGDDVEDDEAGLFTRQLQILKVDGGEQKLVEASAASLE
DHVLFLGYEFSACFPAEHFPALKPGCAYLADDHELVSMRKHCRRDIGRWDMKRGQMERLSGEDDVAAPSQPWLNWPTPV*
>Osat_LOC_Os08g09380                                                            
MEVDPGDPLPDTNRDWSKLPVDALSAVFMKLGTVEILMGASFVCHSWLAASKSPELWRFVDMTRHKVIFSKGTDILCAMA
KAAIDRSDGRMESFWAQKFVTCELLDYIVSRASSTLKSIRLIACTFVWGQSLATLAARCPLLEEIECSHHKMSADFFKYV
GIVRPQLKRLRVHMPYFDYDAMEDEMKEHHNEDEDDDEYEEPFEQWEARRNVDAFAIAENMHELRLLQISGNNLTNKGVS
ELAAQRSNMSGCLDNGLMLTVQISVSLGKTKAKMMGSLYMIFGKPRFETLRAEAKMEDGSYGDYYEDYSALSSPESCVDS
KDVYCDDPKVYTMYHDYYSL*                                                           
>Osat_LOC_Os08g09390                                                            
MEAVPSPLPDTDSDRDWSELPVDALSAIFTKLGTVEILMGASFVCHSWLAASKSPELWRFVDMTRHKVIFSKRTGILCAM
AKAAIDRSDGQIESFWAQKFVTGELLDYIVRRASTLKSIRLVACTFIQWQSLAMLAAKCPLLEEIECSYHKMPADFFKCV
GRVRPNLKRLRVHMHYFDQDELENELIKHVLEEGGEVFEEPFEQREARRNADAFAIAENMHELRLLQIAGHNLTEIGVRA
ILDGCPHLECLDLSSCHDIYVDGQLQARFAMIRHVRLPGLMMVTAQISVPSVRGSLWLIFSEVSLALCLRRWRWGMVPMA
MTKSLRPLTPVST*                                                                  
>Osat_LOC_Os08g09410                                                            
MEVKPSPLPMLPVRDWSDLPTDALSTIFMKLGSIEVLMGAGLVCHSWLAAAKSPELWRSVDMTRHKVVFSKGIDTMCAMA
KVAIDRSQGKMESFLAQKFVTSELLDYIACRASSLKSIRLIACRNFWEPSLAELATQCPLLEEIECSGNKMSSEFLVYVG
RARPQLKRLKIHMRWFDEDAMESEMEHEMEHEMMHDDDDDEEEEEEEEEEEDEFLYEDENVDDDEDEGEEDEEIEEDEDE
NNDDDDEEEEMEEDEDLDEDKNDVVEEEEDEDMDEGEDDENETNEEWEVRKNKDAFAIAENMPELRLLQISGNNLTNKGV
HAILDGCPHLECFDLSECYNVRVDDQLRARCAKIKHAWLPRQSPRVHCPDLRVIEEDEGEDYGITMQDLWEAEVETLEAE
AKMEEGSYGDYYEDYSALSSPESCVDSKDVYCDDPNVYTMYHDYYSL*                                
>Osat_LOC_Os08g09420                                                            
MPPLDPQPEVEGNQAEMPYDPLPDILRKLRDAQSAAALSNPNPPEPQPQPQLATPSFPTTTDTASRRRRRRRRRGRGNRH
DPQPEAEVEEDTTDRAELELPYDPLPDILREFRLAPRAAALPSPNPNPNPAIPSSTTSRRRRRRGRGRGRGRRDWAAGLP
REAILAVLRKLDHMEILMGAGQVCRAWRRAARDDPQLWRRIDMLNHAELSFELNLFGMAQAAVRRSAGQCEAFWGEYAPT
KICSISSEIGHHV*                                                                  
>Osat_LOC_Os08g09450                                                            
MPSSAASRRRRHRHRHAGKPDYPPSELPDILRVRELRLAPRASSLPNPNPHKPQPHPTIPSSTTTTTSGRRRNRRGRGRG
RGRKEGDARDWAGGLPLDAILAIFHKLDHIEILMGAGQVCRSWRRAARDEPQLWRRIDMRGHADLSFELNLFGMAQAAVR
RSAGQCEAFWGEYAADEKLLHFLGERAPSVKSLRLISCYDILNEGFSAAIKKFPLLEELELSLCSNIGESNVFEIVGKAC
PQLKRFRFSKDCFYSFEDNEYEMDEEALGIATMHELRSLQLFANNLRNEGLAAILDNCPYLESLDIRHCFNVNMDDTLRA
KCARIKTLRLPYDSTDDYDFQVQKPISLADFYSDSDDDCVYGGPDYILDSDEYDDYCDPYRYLDGVYEGVASGRAR*   
>Osat_LOC_Os08g09640                                                            
MPSSSSRRRRRRGRRRKKKEEEARDWADGLPLDAILAIFHKLGHADILMAADQVCATWRRAARDEPALWRRITVRGTEAL
SARINRGGLACAAVRRSAGQCEAFCGEYAGDDGFLVYLTEQASCLKSLRLISCLGVSNEGIEEATKEFPLLEELELSFCY
NVTHEAYAAIGAACPQLKRFRLSKRSFYDSGGIRWKNNDDAGGISKMHGLRSLQLFANNLTNEGLSTILDNCPNLESLDI
RHCFNIDMGADSLRAKCSRIKMLRPPDDSTDDYDFDVYTPRRLPISPGFVRYYSVYSDPEYSMYSDEWTSEEFDDDDDDY
SGPSRYEEDLDKYDNALPRCMRTFLK*                                                     



>Osat_LOC_Os08g09650                                                            
MASPSRRRRRRRRRQRRRTRTVPLGVFLYHTTLPAARDWAELPVDAILQVFRWLDHVDILMGAGLACQSWRAAARDEPAL
WRRIDMRGFACLPYWQRHRRDTVRAMAREAVRRSDGRCEEFWSKVGGDDEVLQFLADHAPYLRSIRLVKCDHVSKEGISA
IIQSCPLLEALYIDSDCILRRDIDALRDTNKLRETNRALSIQIRSHGEEEEADRAQNGKDEEADTDYGDDEFTGDLSPWS
SICFEQDRDDGLDEFLKSEYFLEPHRYLHDVHVNEFDEEQDCRMLDKGDRRYLKAEGWTYVE*                 
>Osat_LOC_Os08g09710                                                            
MQQGAAGQAGPSGGGGGGGGGGGGGADRLSALPDAVLFRIVSHLGARQAVRTSVLSKRWRHVWASAPRVDVRHPCACDES
ADQERFHGFVTTMLLRRRPFAPIKALRLCWSHDGDANNWIAHAVRRGAEEIDFSARHHQDDPKPELEYTSFISHKIKILK
LTRVRMGIKFITQICYRCTFLEELELKNVNSLEGQIQSTSLKRLSIINCLISDGFLVDAPNLISLCFFRPLSGKSTEGAN
HSSDNRSWPFSASVWEFDDDGSDHDDDFFAIASGGEHFDDKRDNESDQDNGSSDEDSDDKRDQESDHDEDVPSSPYSDSK
DSCDGSDSECESYESSDKEGDDLEDCDSNDMLENLIKVARGLTAYHGEVLLRRQLENFPMFNNLKTLSLGEWCMVPDFSA
LSTILKKSPKVERLYLHLDMIHRGRGDIDPSGGSFACNNLRKVKITCCKDDEMVHMLKQFLQRNGISLEKIVHHTSSTHN
GEEDGGGDSSAKRKAQGEVARLAVKQRRARNSRSPE*                                           
>Osat_LOC_Os08g09715                                                            
MHQGAARQAGQSGGGGGGGGGADRLSALPDAALFRIVSHLTARQAVRTSVLSKRWRHVWASVPRVDIRHPCACDERADQE
RFGDFVTTMLLNRRPFAPIKALRLWWSHDGDAETWIAHAVRRGAEEIDFSARHHQDDPKPELEYTSFISPKIKILKLTTF
GMDIKAITHICSRCTSLEELELKDFRRLDGQIRSASLKQLSIINCFISVAFLVDAPNLISLCFIRPLSFERTKESICSSD
NRRWPSPVWKDDNDGFDHGDIFAIASGEHFDDKRENESDQDYGFDDGSDDNIASESDHDDDGPPSPYSVSYDGDNECESY
EPGNKEESDRTVAYGEIADEYSSNGDPGDEYRGNYVNHDSANYGRANKFGNLNFPVKSIVDASAHEGELLLRRLLENFPM
FNNLDTLSLGEWCMVPDFSALSTILTKSPNVKRLYLHLDVIHRRRRCIDPSGGSFSCNNLEKVKITCCKDDVMVHMLAPF
LQDNGVSPEKIFVRRTSSPHNGKEGRGSNSSAKRKAQGEVARLAVKQRRARNSRSPE*                      
>Osat_LOC_Os08g09720                                                            
MHQGAAGPGPSGGGGDRLSALPDAVLFRIVSHLKAREAVRTSGLSRRWRHVWASAPRVDVRYPCACDGRAVDQKSFRDFV
TILLLRRRPLAPFKALRLSWSHDEDDVSAWIAHAVRRGAEEIDLSARRHHGYPVPDYKHFISPKIKILKLTHLGTTRFTA
DNTLDLLCSGCTSLEELELKDIKSLWGGIQSDSLKRLSIINCHVTSDGFLVEAPNLISLCCIRPARAVPWFSHMVSLVEA
TVVLDDSRLSDDYQQPVLEDDNDGSDYDDNFFAPKAEGPDDKRDNEADNDSGDKRNRDGSKSDLDDHDGEYDHEDGSESG
DKEVDDLEGGDDRTVTYGEIADESSSYGIPIPSDEYGGNYGNHDYTIFGGDHMLDHLSDVRTLGLLGHQGEDIHRSRGGI
NPTGGSFACNNLKKVKITCRKDDVMVHMLAKFLQRNGISLQKIFVRRTSSTHNGEEGTGKDSSAKRKAQDEAARRAVKQL
RRARNSRSPE*                                                                     
>Osat_LOC_Os08g09730                                                            
MQQGAAGQAPRRDDGEAAGPSGGGGGGGEDRLSALPDAVLGRIVSHLKAWQAVRTSVLSKRWRDVWASAPRVDIRHPCAC
NERADQERFHGFVDTLLLRRRPFAPIKALRLCWSHDGDANNWIAHAVRRGAEEIELSTRHHQGSLEPEPEFTSFISPKIK
ILKLMRVGMDIRSITQICSRCTSLEELELEDVRLLEGQIQSASLKRLSIIKCYIDDGFLVDAPNLVSLCFIRPLGIERKG
GSNSSSDRLWWPVWLNDDDGYDHDDDFFANASAVQSDDKRGSKSDQDDLEGCNDDDCTVAYDEIADEYSSNGGPGDEHGG
YSESDDSTICGPYGLFNVLVKTSLIMIAREGELLLRRELENFPMFINLNTLSLGEWCMVPDFSALSTILEKSPNVERLYI
HLDMVHRGRGDIDPSGGSFACNNLKKVKITCCEDDVMVHKLAEFLEANGLQRQRIFVRRTSRTRRDSRAKQKEQEDHLRL
AKKW*                                                                           
>Osat_LOC_Os08g09750                                                            
MLGRNAMLGPPRRGEGETSRRGEGSEGDGNGEGDAVDRLSALSDGVLHHIMSFLKAWEVVRTCVLSRRWRHTWASAPCID
LRVRYNDVDSEPPEELRDFVNRLFRRREASAPVDTLRLQSSDPDELFDNDDANAWIRTAINRNARFIHLTGHRTEIGVLK
HRALVSTHLKILKLSYVLIDDKILKQLSSGCKSLEELDLKDCAMTGHEISSASLKILKMDKCKINVDLSITAPNLVLLNL
ITPYIQVPSFKNLESLVSCSVILDDFFLGDAYEHSSDEDDIDETTDEDDIDDQKKTYKTGYGFGFPQKGYGLAGNKDDYG
YGSDIESDDNTYEYSEIAKEYGDQQYAQNSSTIVQGVGTSQQTKTISGGHNFLHGLSNARSLELLAGAGEVVLSRELKSC
PIFSNLKTLSLGEWCMAAEFDTLIFLLQRSPNLQRLFLKLKLNFNTRKPLESGAKPMGRSFTCKDLQMVKIRCSKDDVRV
HTLACLFRANGIPIEKIYVRRTGSSYLRGEKFMRDLGKHELEFWGSDSEFCGPNSEFCGSDSEFEDSDMEF*        
>Osat_LOC_Os08g09760                                                            
MRRGKAALWRPRHGEGETSRRGGDGDGEAADRLSALPDGVLHHVMSFLKAWEVVRTCVLSRRWRNLWASAPCVDLRIRYF
RLDSEPPEEPRDFVNRLFRRREASAPVDTLRLQLSDPDNLFDNDDANAWIRTAIKRNARFIHLTGHRKEIGVLKHRALVS
THLKILKLSYVLIDDKILKQLSSGCKSLEELDLKDCVMTGHQISSASLKTLKMDRCKINVDLSITAPNLVFLNIVTPYIR
VPSFKNLESLVTCSIILDDLFLGDDYQHISDEDDIDETTDDDDFGYQKNDKAGYRINYAKKGFVFGGNEDGYGYGSDIES
DDNTYEYSEIANECGELQYGNNGDGHNSSKDGEYDNAETFGGQNVIHSLSNVRSLELLAGAGEVVLSRELKSCPIFINLK
TLSLGEWCMDAEFDALVFLLQRSPNLERLFLEPQLNFNTRKALESGVKPTGRSFTCKDLQMVKIRCSKDDARVHMLAHLF
RANGIPFDKIYVHRSGSSRLRSEKVMRDLAKQELEFWGSDEFWGSDYEYCGPDPEFGDSDLEF*                
>Osat_LOC_Os08g09910                                                            
MPICRRGGAAAASRHLLDGMSRRTTTARWVPRDRPEPAGRSGTGAPGRASHALGQMPRRRTTTTTARWVPRQGQKGEPGG
SGHAAAPVDRLSALPDTLLHHVMSFLKAWEVVRTCVLSRRWRDLWASAPCVDIRLRGSGRDGAPPEDFGRFVYRLLLARE
VSAPVDTLRLRSSNGEEYAETYDNDDVNIWICSAIKRNVRVIHLNGHRKDELVLEHTAFVSHHLKILKLSHIKLDGKILK
QLSSQCTSLEDLELNNCPVNGGEILSVSLKKLTMVKCSITMDLSICAPNLELLCCITPYYHVPLFENLSSLVAATIMLDD
SFLRRDEFLYEVEEETSDDEDDNKTTSDHCDSKMDADSDAYDDDDNDDILYDEYLNSRHGNLVDDYNYGSDIDSDDDLHE
YSQIAHECRGGRYGYCHDSKRRGSYYETCKLADSFSGKYLLRSLSSARSLELLAHSGESIKYFACVYTAKVVMVRELRRC
STFGNLKTLSLGEWCMAAEFDGLIFLLQESPNLEMLFLKLELSYSNKEAINIGFELKERSFACKNLEVVNIRCSKDDERV
HMLAEIFVANGLPIEKIYVRRTGSTYSKGLMQTKFDYKHTAYSSKAVIELT*                            



>Osat_LOC_Os08g09920                                                            
MSRRNTTGWPVPRGGAEPTGKPGPSAPVRAAHAFGQMPRRRTTTTARWVRRHQVHKGKPRGAATVDRLSALPDALLHHVM
SFLKAWEVVRTCVLSRRWRHTWASAPCVDIRAPSSRRERGPGRDSDPPEDFGRFVYRLLLAREVSAPVDTLRLRSSNGEE
YAEMYDNDDVNMWISSAIKRNARVIHLNGHREDDDLVLEHTAFVSQRLKILKLSNVNLDWKIPRQLSSRCTSLTELELNN
CPVNGGEISSVSLKKLRMVKCLITVDLSICAPNLELLCCITPYHRVPLFKNLSSLVAATIVLDDSFLCRDDFLHEDERGS
SDDEDDNKTISDHYDKMVTNSDACGDGNLVDEYNYGSDIDSDDDIYEYSQIANECRDGKYSHCHDSECCSSYHDTCKLAN
SFSGQDLLCSLSNARSLELLAHSGEVVMVRELRRCSTFGNLKTLSLGEWCMAAEFDGLIFLLQETPNLERLFLKLELNYD
NKEAVNIGVKLKERSFACKNLEVVNIRCSKDDGRVHMLAELFGANGLPLEKIFVRRTGSTYLRNMKKMRKIARDELRKAR
WFQLLNL*MSRRNTTGWPVPRGGAEPTGKPGPSAPVRAAHAFGQMPRRRTTTTARWVRRHQVHKGKPRGAATVDRLSALP
DALLHHVMSFLKAWEVVRTCVLSRRWRHTWASAPCVDIRAPSSRRERGPGRDSDPPEDFGRFVYRLLLAREVSAPVDTLR
LRSSNGEEYAEMYDNDDVNMWISSAIKRNARVIHLNGHREDDDLVLEHTAFVSQRLKILKLSNVNLDWKIPRQLSSRCTS
LTELELNNCPVNGGEISSVSLKKLRMVKCLITVDLSICAPNLELLCCITPYHRVPLFKNLSSLVAATIVLDDSFLCRDDF
LHEDERGSSDDEDDNKTISDHYDKMVTNSDACGDGNLVDEYNYGSDIDSDDDIYEYSQIANECRDGKYSHCHDSECCSSY
HDTCKLANSFSGQDLLCSLSNARSLELLAHSGEVFQDLFLLINLYQVLFPVLAL*                         
>Osat_LOC_Os08g10340                                                            
MLESREDQSSTELGPARTNYKLGPARPGPTMSGPLPLRITSGRRRRRFVAGLAHSEMAEMGAAAAAAVPVIPEDVVIEIL
ARVPDPTSLFRCAAACKRWLRLIADQALLRRRWPPGTRVPSLLGFFAQRHQIQANARRKLTKLFPTRAPPLVAAPSRGTG
DPPVSTGRRRRLFLTDFVRNAAGAGLFDQAKPLAARGGLLLVRVLPSPSPAPQNALHLCVCNLLTGSHDVLPPLPMDCFE
KDGARGYAILTAADHRVSRNPSGGYNTFFQVLLLSIHHGNHQVYLHRFSSAAASAAAAAVIFEISWSTPRNCSEQIRGYV
WGPSGNRVAAVSHGGAHWLFSWGEESLYTLDVSIDTDNIGATNIPIDPPPTVFHQSWLYVSVDERLSLLYLCDNKLHIWT
KLETQESGRLLWNCTQSICVGVKMGLFGTESLSTVCIGEESGTMLTLYLSDPNSAYVLDLPSGSITSVDDWKRWFNYMTA
VSFEINWHSFFLTRLGDFCGRFC*                                                        
>Osat_LOC_Os08g16630                                                            
MAMSMSSSSPPSPPLPPPAAASDVAGTDILLSLLPEILDDILTRLPLKEVVRTCCLSRGWARRWESASGLDVRFRGFYSA
GAVAGVLARCAAPVASFDIEVRPRLRPRAAYWLRALAEKRVRSLQLAFGSSRADEPGVFPGVGRAIYARAELSNLYLRYC
ELPRPPPPQPGQGSLFAGFPRLTRLALNSVKLPFAGAGALLERVIAGAPDLADLLLVDVITGVVAGGEKKVEEEEPEAWA
IRAPKLHSLTLWTPAVDNGCRVAGELPLLNAANISVDAFLGTEDFLDTLWLVSRVKVLKFSVRDRENRKEYDLVVVFGLC
ILEMMRRIFVEIC*                                                                  
>Osat_LOC_Os08g16860                                                            
METGIFIQVRAPELSGKITFVSDAGHMLDQGSSINTRNGSIDRISNLPNELLYAIMSTLPALELVYTGMLSTRWRHLWTS
SAYLNIDVNQFGRHRGQKFCNFVNRMLRQRGSSLLDALRLHSADTRDAGSWITYAIKRSSKVVEFSEDIDCEPFKLDYGV
VDFTSICLKFLVLNNVCIDANVFYPINSSCPALENLELRDCSLEVPEISSGSLLHLDIDNCCLFEDLLISSSSLMSLCIK
NPQHRAPMIMTLPCLEVAIVILDEFFHSTDDLADMDEGEEQDGEEINHGIVSGLTKARSIELIAPLREDKFEMEIWTSPM
FDNLISLTLGEWCMSNEFSPLLHFLWYSPLLEDLTLKLNMEVCEYCLQEPPTAPPLVKEFTADYLKKITIYFWLGDERVS
KLLTLLAPICKSLEDIKLIPSTPPGVRAFVSRVQRIIK*                                         
>Osat_LOC_Os08g18000                                                            
MEGSGGGDWRSQLQPEARGRITAKILESLNKKLGADFAKGLVDLQRVSARIEGRFFSISCTQSDYLRRLSLRMLKLETEP
IQLGHQQAVDQSSESKVGQYPTSMLQQQTSCDQQSLCIQVDTKLQEMPPNEHLLDQVPPRSQKKLCMDDRLSDLPDTILH
HIMSLLSAQEVARTCILSKRWKELSASAPCLDICVDKFGMDRVRFSEFVAHLLLSRAPNSLHTFRLHSFAIDHASSWINR
AIELKAQVLEFTEYIRWESFYLDPQLMAFASQYLKCLKLTNVTLDSNAFEPLNHACPALENLQLSQCFLEVPEICSASLK
KLDIMECSLLMNLQIQTPRLVSLRFRCLQYKCSSCSRYPVITAAVTLCDLPNAENIDLSCSGRQVTFGREIQKFPMYGKL
TSISLGEWCLSDKFSRLFCLLRHSPELKELTLKLEVERQDHNGEDEIRLMVGRSFSAENLKKICISTMQELSRKIARRQS
WGMLSRFNKKDTAVSTITMPQEVKPEAMAYLVACTPIRSRSSLCKSHLEARLGGNTEIGLG*                  
>Osat_LOC_Os08g20480                                                            
MDDITASLAPELLSEILLRLPPDEPGHLFRAALVCKEWLRAICDPGFLRRYRAFHGSPPLLGLLHRRQVLQGDPVRHLAR
TTAVPLFPDPTFRRALDCHHGRALLHASDDGWYLIVWDPVTGEQHRVPEPGIPWLMYTAAVFCAVSGCPFRVVFVATDDE
DELVKASVYSSETGAWSKPAILDYGYQTWQERLQAITRGESYRTPYVQPRRGALVGDEIYFTLRNENAIIKYNWGMNCFS
KIDPPIREVYDIALMEMENGSLGYACIQGSSLYMDRIEVDALEDCNVDSESSSDSELDDLILRMHRKEVVHEIKRHLKKS
YDFHTSKCTLIIKPKFPTCIYNFYIALMFELSCFLCPNSSLTPSTKYLTVFEDIENLRNYDWSKFIYDWTMTFLKKFFKS
NNLGGCLFYWAALYLDHVDFGKKNPGNSTPRIAVWTKNMIQTYSDLDKVDDDNFGLRPLRDFKSVCYYQPHPTAERRISF
KEKLDSALGSVLPLSMKEKLCSLMEHHCSEVHAAGSHTCEDVLIDALVLVAEDSVTPSDKVQNDVDDTNTEGCNAVPSRF
DDNADVDASIPDDVVVCTPIENDPCVNSFVANGDDVIASGHAAALISSSNRDFDYELLTPKSAFVKKFKYCADHNLAGSA
SATIAASIHNVAKKFKTRFPELLNQNARDNIIDFSRPSFKLLDSEDDVSSSNDDANNQLNEEDNQAHGDITPPSSLLCKS
FRSVPDSIDVIDHNNIRSNENSAGINQISSIFSNRVFQDVTNSPDVVFLGENKFPQTVKESCVKTEEIYNATNNLSRYTH
GMSSSGGKLPAHGPRRIIVPSRHASDPFVPAMKRRFLVSDQENRYYIALCRLADSSKWQSYDAVDIDNVRAKFSSFGHSL
KKTGVVLPFVMSVFCRFLFQNNHPSKSKKHYFFPSIGAQLILDPDFVDQEKVKKSFLGAASARPLHLCDMLFFPILHGQH
WFVLVVDIKDRMLVFLDSLHQPDDEFFEPILPLLLKNLQIVWDKYERTPMNFSTFKIKFPPVPRQEYSFDSGIFSMKFME
IWSPRIILSNQFTGQNINNIRVQYANQMFFHPNNKMLQTEVENVGVNWFDSARFPSNHRAIDA*                
>Osat_LOC_Os08g20492                                                            
MAPPPELIDNVTASLPPDLISEILLRLPPDEPEHLFRAALVCKSWLRAICEHGFLRRLKVMQGDPAARLARTTAVPLSPD
PTFRRALDCRHGRALLHASDDDWYLIVWDPVTGERHRVPEPGIPWLIYSAAVFCAASGCDHLDCHGGPFRVVFIATDDDD
ELVKASVYSSETCAWNKTVILADGYQTWQERLQAITRGESYRTPYVQPRRGALVGDEIYFTLRNENAIIKYNWAANCLSK



IDPPIRDVYDISLMEMENGSLGYACIQGSSLYVWSRNASSEGAAEWVQCWVIELEQMVPVANRGDEAFVVGSAEGVGVIF
MSTGVGLFTIELKSRRVKKVEEPGVYSSVLPYMSFYTPVASIQRSASHAKLNSWIMFTSITTLQGRGSEENVLDKDGKYG
L*                                                                              
>Osat_LOC_Os08g23960                                                            
MASDRLWELPDDLLIRILSFVPVKEAASTTLLSRRWRNPLWLETGTFNVDLTSEQFSNHAHNCLAMWRDEGDAREALRRD
RRPRRLKKLSVTVTASRDDDNYYSDFSEYLNPFVFHGKCVRMFRNVEELRLECQIDAPAGAGPLSSSSPPRYTYAMPGPE
YNLRLHHLPCEDFGVLHLTGCSLKEEIHLCLRNRIAYPCLTTLRLRRCTVPLGELQRLITAAPALADVCLESVTFPDQGS
VGGMTTDKRVRLHCPAVTAFAMVNCHMFCRSFELDAPALICFRYAQISSYEQSISLKPPAPCLEKANLESISGTEIFRSL
LHDMCHVKVLKLTVYSIVGDIKFERLPCFPNLKHLVIEELCGFAMGNGSAAAAATAIGELLQRCPVIRELWIRFSWSKYL
HESPDLAGYLESMACRFDESDYCDRCAVSAADRGRQELNDSWKNSLRKVTVQFQKGKLTCSQVELVMFLVENAAVLEEFD
IDGESQDVTDQINTKIATWRARSSSSREKEAHPAGVGAERPTRRPPPQHLHETRYLYNGWHPTFRR*             
>Osat_LOC_Os08g24190                                                            
MAAATSDHLSGLPDDVLRHIISLLSAKEGGATAVLSRRWRPLWRQAGTVNLDTEPYLDPAAYRGNNFPEHRRSAFVDHAL
AALAACESPRILSLRLASEEIEGGAAEEKCAGVVDAVQDAPAAARVEELRVRCDVSWFCRYGSCESGSSGGTWRLQLGSL
PCAAATLRVLHANDVGVERLGDGGGVGVVLPLLEEMRLVEATVSPDTLQRVIDAAPRLANLWLDGIILTSNDGSRRLYLA
DGFRLQLRGPALTELALIDSFPGHYSLTSPAPDFASADLHFHDHRSYGDKDPNNLTVPLWSCLRHLHGVRVLKLQLDFYA
EYITMEADACDGGGVVPATFPNLEYLELDAHCKDDHDMATELTVASVLRWCPAIRDLRLRLSVADAEGRVNVYNSKRHMI
HQARLMRNSFEQDVQTKIDVDVTNITTSWINRLQGALSNEALGEFFQLWDEVRDVSLQQMADTIKWKLTADGNFLVASAY
DLFFIATEDCSYGDTLWHSRVPSCVRFFMWIALKGRCLTADNLAKRNWPHDAICSLCQRENEDCHHLLVSCDYTAAVWRK
LRRWCNINIAIPAEDGRPLADWWITTRWRFQNTSKKVKKEVHPSSQYIHEHNALNKARQGFPVELGGVDASKTKILRLAH
STPQETWNLVPAAQGIQNNQTYCSLKEWMSCIMQNESKTEARRKIWKARNDLKFQGLVKEPTQVCFAAEAMVQPF*    
>Osat_LOC_Os08g24370                                                            
MAAVDRISELSDDLLLHILSSLHTKDAAATTVLSRRWRPLWRRTCVLNLYSEPFLPTHNAFFRFADGALAAVLRRGDDPA
LKKLSLAVDSAAARPVLSNFDSRIGAILSHRAAAGLQDLRVDCLPVAGAGDAGDTIGMYKLRLASLPCAATLRVLHLACC
CCYSSPPSVVAAFPSLTDLAMTRCMLSLSKGGHLLQTIVDAAPRLAMLRLDRVHLLISAAKTKEETAVLRLRCPTVTTLV
LVAVTSRIEALQLDAPSLVSFSYGGHPMAISLAPPPANLALVDVDISRPSFFTWKYEPVCRVLRSLGGGDTTTMRAMTLR
VYCVDDILDDGGGGALPVFPNLAFLHLEAQYLHSRYQTPISLSAMAKLLQSCPAVSELRLRLTTKDDSHSHPVSEEQRFN
RRISGNSIGRRIESSSSSSSKDEGDLELKRQRVSEPAIECLEKTVRKVTMEFTAKEMDSFPVHLTKFLVENAMVLEELHV
DDTAQFFLDQKVEKWRADSFQRRNLPIVGRFEVKPM*                                           
>Osat_LOC_Os08g27190                                                            
MEIMEEPPPAAGGDDDREVELPEDVLAEILRRLPPRSLAASRCVCTDWRSAIDSRRLLRPPAVARRHFHPLQRPHVPGVL
LSSIFVTDNQQSPDIGDHCNGLLLLFSLLVVNPATRRWARLPPLPRTFAKLESGFFDKEFIVFDTTLSPHYEVFNIQFVD
VGWYNVKTMDPVLKKSEWPPSPLVLHVFSSATGRWEERSFSREGDAAGTVASAQRLCRPEQCGYHV*             
>Osat_LOC_Os08g28940                                                            
MDELGIIEEGVDWRTRLGQDIRDRVKRDILFSLQMKLQTTTSTTLIDLQKVAARIEERIYKIAIDFGDYLRRISLIKGDL
DDSYPLMLNNFLHIHQQASTSSFFLLHQKNKQGQIIQAEGNVQGTSSSSHKEPSHPHGKDRISELPNDLIHHIMSFLSMK
EAVRTSVLSHWWVNKWTCLQSIKLDINWFRLDREKFRSSIDKLLLSRDHLDASMDTFQLDSFAVDRAGSWINHAIKHNAK
VVKFSEYPSWEPFYLDPELVEFSSRYLKTLELTNAALNEMVFDRLNNACPVLENLGQQTGSFSFTNSYLTFTTITLVDAS
DVTSIELTATDRQFTFMEQQGSRPMFRNLRTLRLGEWCMADNFLPLRQYVNHSPVLRKVFLKLSLVDWWSELTTNQLMAL
VEISSGGSVSIDFY*                                                                 
>Osat_LOC_Os08g29400                                                            
MSIPKITRRPCSSSFTNNPYGTHIYIYKYSRCSVLYTDYYYYFLTPLVNSLLILHVLGAMDYEFKTYKKRQRGQQQMDFE
LKTYHRKRQRRRGHQQTVELPDEIVREVLIWLPVKSLARFKSVCKAWLSIISESCFIREHLQCSKLKRYWNPSSFLITPH
IPLKPGDSIFAAFSTDIRFYQWSLQEDTRAAATLLYRRHFPAGEFEPVLPMAHCDGLVLLPTKTKAYVFNPATRDVLALP
ESNRNMRQRDNLGFDASTGKYKVARSFYRSREYNPMGIAAMGFEVFTINGEESCWRETLVDPPYPVLYSKIVTHCKGCLF
YYIDKKNQQNPPQALLRFSLQDETFGVTPLLTDTYPQVEDDEVTITELGGQLCATFFCNTLQQVCIYMSGDVMDPDWNCW
HIINFMNCYPIASLGSGRILLRRGSLVFCTNLKSYSIEDKLDIDDIRYLGPNEDNLGHAWEDLCWYDILPYTESLVPIIP
RATLQAL*MCTKIDTYKKRQRGQQQMDFELKTYHRKRQRRRGHQQTVELPDEIVREVLIWLPVKSLARFKSVCKAWLSII
SESCFIREHLQCSKLKRYWNPSSFLITPHIPLKPGDSIFAAFSTDIRFYQWSLQEDTRAAATLLYRRHFPAGEFEPVLPM
AHCDGLVLLPTKTKAYVFNPATRDVLALPESNRNMRQRDNLGFDASTGKYKVARSFYRSREYNPMGIAAMGFEVFTINGE
ESCWRETLVDPPYPVLYSKIVTHCKGCLFYYIDKKNQQNPPQALLRFSLQDETFGVTPLLTDTYPQVEDDEVTITELGGQ
LCATFFCNTLQQVCIYMSGDVMDPDWNCWHIINFMNCYPIASLGSGRILLRRGSLVFCTNLKSYSIEDKLDIDDIRYLGP
NEDNLGHAWEDLCWYDILPYTESLVPIIPRATLQAL*                                           
>Osat_LOC_Os08g33140                                                            
MLPATATASAAPPPPPPLPASPGGEPHAALLLSLAYLPLRELLSCAGACRRLRDAVAGDPLLWRRVAVAAPPLARRLTDE
ALLALTGRAGGTLRSLRLLGCTRVSDAGLLRVVERNPGITEILSMESSTLLKDTMISTRAKIYKLYMPRCTGLTAEGVVK
IVQVLYECKGNLNRIRLHGICRMTKHHLDAISSAMCKGNQQEDDQSLFYSHRVHEVLNTNDERRIDVDVCPMCTNVRLVF
DCTRDGCRRKDSWAQCRGCFFCVARCETCGGCIDLEELSETELACSDFLCMECWLPLPKCSTCNRPYCKRHENLKVDLSP
SGQFTCHRCVEFSSNSRENLEESS*                                                       
>Osat_LOC_Os08g34820                                                            
MEINNNFGGAVGSLPSGFGKKPWLVQAQGTETLSFVDILDRSLHVRVVPDLQGKLCLGCVHGGDWLLMVDEITGGCFLFC
LSNSSTISLPPLREPLGDMGACVVLGSSPLNRDCTVVITSLPEPEESFLLHCHPGDEEWTKLMVPLGSDRLFGKLVNCAG



QLYSLSSFRKLLTIDVIDDALHAKILNIEWESSCGHNFEPYIVESCGKLFVVLASLYGYPYNCPLNGVSVYRLDRAESML
KKVDDIGTDRAFLISGHYGFSCTAMEGLVQGNCVYIVWSGYDCERIYKFCLDDMTISLQPILAHPTEDLRRGFWSVPAGI
EATELVQSAPSIHCDTEVNVLNNFNKDEDAQATIKASWQDLPIEMLELIVSNLSLVDRLRFPSVCKQWSSVSNPVAQAKV
WPWLMHCVRQDGACKMFDPLCGVEYSMKVGPFDANERQAFRFSKDGWVIVTQSDDNIFVINPFTKEIVKLSMASGWYRFT
GISFSSVPTSPDCVFLGVCSSPKGDGIKVWTCRPNEEETEDNEIYYEEETEDEERDSEENEINYEEEADQDEEREAEENE
INYNEEAEDEESETEEDYWSEFDFENDEVMFPVARNNPVYFRGEFYFLGQRGNLSVFNPGNNEWRILDKPEPIRADLTPY
DEGKEACYMVELRGELIAVFHRNANEPPRVLKLDESKMEWVEIEDIGGGALFLDYRASIALPSSEAGHGNRIYFPKFSED
GKKAIFYDLEAKKYSPMFYGAKEPMNCVWFVPKLQSDEYS*                                       
>Osat_LOC_Os08g34860                                                            
MAAKSDDNSLPPGFGTRPWLVQGSRGDTLTFVDVSDLSLHETVVPEVRGKTCLGCMHGDWLLMLDESTADCFLLRITTNP
RTKIQLPPLHQPPLFLSTYEMLESPESANCTILVASSTEAEEECYLLHCHPGDEMWTKSVSPYDDISFSSLMRNYGGKIY
DFASNLIAIDVIDGKIELQQLGTIKDEEEDSRRCGRYHIIESCGKLFLLWIDDLGCFYDDGLLTAIRVFCLNLETLSWER
VEGIGNDRAFLISGTYAFSCPSIEGVLQGNCVYLVWSSCDSERLYKFCLDDMTISFHQILPQPTKSWSRAFWAIPASTQS
ISMPQESTIPNNLLWRKPSKDNPPNDFDEHKEDGQENSLRPWDHLPVELLELIVSNLSLVDRIRFPTVCKAWSEVLNPIE
QAKVWPWLMHISKQDGTCKLFDPLRSENYNIQVTIFDTNEDRHIFRSSKDGWVLASAGIYGNDIFIINPFTEEIVEPPML
AFLYNYNGVSFSSSNPMCLDCAFFGINSSDSGKFLSTFTWQHGEPHWIEQEFEYNVSFPVGYNNPVMFDGKFYCLGRKGN
LGVFDPTSNTWRILDKPEPIHVEMDLFEEDHIGREFCYLVDMDGELISVFLRNANELPRVFKLNRTEISWVEVEDIGGGA
LFLDYRSSYGVASPDGGNGNRIYFPRYSKDGKPVFYDMNKKTYSPSFYGVIEPLNCVWVVPNLRKNESTSED*       
>Osat_LOC_Os08g35870                                                            
MAASPPNRKRRLAAAEAEAEPELSPPDALGALPVEVLDNILGRLHIYDVVRTSALSRAWRRRWESLPTVDLTRSPGVAAS
DVDAVLLRRSAPVRAFRLAARDPSWFVDALHDWLLYLSRSGVQALYLWFPTPSFRLHSCLFSCRELTSLDLEGCRLPPAP
SGFEGFQNLKKLHLTKVSLPEHGDKALAALFAGSPLLEDVELMNALLVGDGADEWVIRAPNLRKLIMVAPFPYAGRVEDL
PRLEEGILCGPNYAKFLTGMAHVTKLEFVCSFMRGQGDDAQDIDANDEFLNAQSTNDMFAKLHVVRMKKVACLCNEMHFM
EFVLNKAGVLRVLSVYPSSGSTCSNEQTIITEHPRVSPDAQVIFMNRESANNGYMHTSSVNYELETIRSGTWLDVEHPRK
IHRLDLDAVDQQKQLEKVLLQTQKEGKKRNEEAQARHEDTKRRLKFCVAANEYFTSALKYLSEKSNIPIPPFPDSSSVSS
SSQPAMSRSALTDPAVRSADKVQEDSRVDHDVVGAASVRANSPEPEDHL*MAASPPNRKRRLAAAEAEAEPELSPPDALG
ALPVEVLDNILGRLHIYDVVRTSALSRAWRRRWESLPTVDLTRSPGVAASDVDAVLLRRSAPVRAFRLAARDPSWFVDAL
HDWLLYLSRSGVQALYLWFPTPSFRLHSCLFSCRELTSLDLEGCRLPPAPSGFEGFQNLKKLHLTKVSLPEHGDKALAAL
FAGSPLLEDVELMNALLVGDGADEWVIRAPNLRKLIMVAPFPYAGRVEDLPRLEEGILCGPNYAKFLTGMAHVTKLEFVC
SFMRGQGDDAQDIDANDEFLNAQSTNDMFAKLHVVRMKKVACLCNEMHFMEFVLNKAGVLRVLSVYPSSGSTCSNEQTII
TEHPRVSPDAQVIFMNRESANNGYMHTSSVNYELETIRSGTWLDVEHPRKIHRLDLDAVDQQKQLEKVLLQTQKEGKKRN
EEAQARHEDTKRRLKFCVAANEYFTSALKVADYSKLTVVQFLFNPLESLLPVGNAVSVREKQHSYSPIS*          
>Osat_LOC_Os08g35880                                                            
MADVRSPPPPPSRQRRSVGPAMDALGSLPLDVLDNILSRLHIHDVVRTSALSRAWRRRWESLPTVGLLNSPGIGASDVDA
LLLRRTAPVRSFRLATRDRSWSPTAFHDWLLHLHLRGGLRDLELTLRYEFMYQKLNSCLFSFRELTSLKLYCCGLPNLPA
EFAGFPNLKTLHFSMVQAQSPGGRGIATLIAASPVLQEASLIDGKLIGDGPDEDWVIRGSNLRKLTIALGHKYGGRIEDI
ARLEECCLFGPNYAKYLMRMAHVTKLSFYCNSILSTEVDVLERLPFLFENLRSLVLGVNFCILSHILATFCLLRSAPVLE
ELDVWVFSDGTQEMKTDDEFFDAQWVNHMFAKLHVVRMKKVSCLCNEMLLIEFILSKARALRVLSLTLASNSQFSIEEAI
TDITEYPRASPYAQVIFAGREPECANDEWNGFVDLSAELSDLEDIQTSGRRSLDTVNPRRRQRLNGESVAQLQQLEEQLL
ELEKEEEEHHMRRMQALNEMDQESENVFRHQEYIISTIEFLSKQCNLHQFSLPPWPGRPSMLSSHTATTGPGDTPVDPVD
NADVHVDSQEDHATLDAADAHVGSPTKNVANGAPNGFADSPEGHI*                                  
>Osat_LOC_Os08g35900                                                            
MEGSPRRRKLRRLSPGAAPQQPKPSLNSLPSEILENIVGRLPVRQAVRTSALSRDWRRRWESSPGIRFGWGSGEAGAAAA
VGQILARYACPVRHFRHGWIESGGSARADEWFVVLAGRGVEHLALIFSEADNFLFHTLHAAIFSCRELTKLELGSCRLPA
APSDFSGFPNLTVLTLTMVAFPPHGERTLEAMISSAPLLQSLELKNVSMEGGEWDEWVIRAPNLKDLIIQLEFDFLWEIE
QLPSIQTATISVDNESTDRDFVQLLTCFARPSYTGYRSG*                                        
>Osat_LOC_Os08g35930                                                            
MADVQSPPPPPPPSGQRRLVGPAPDALGSLPLDVLDSILSRLHIHDVVRTSALSRSWRRRWESLPTVDLTRSPGISASDV
DALLLRRTAPARSFRLATRDRSWSPTAFHDWLLRLSRGGGGGGLRDLELTLRYTYINSKLNSCLFSFRELTSLRLHCCGL
PHVPTEFAGFPNLKTMYLSVVKVQRHGGRGLATLIAASPVLQEVTLIDVVLIGDGPDEDWVIRASNLRKLTIALGSEYGG
RMEDLPRLEECCLFGLNYAKYLTGMARVTKLTFYCNCMLSTEVDVLERLPFLFENLRSLILGVNFCMMSHILAIFCLLRS
APVLEELDVWNWSEGAQEMEANDVFLNAQWINHMFAKLHVVRMKKVYCLNNEMHFIEFILSKARVLRVLSLTLASDSLSS
IEEAIIDITEYPRASPDAQVIFMGVEPESANK*                                               
>Osat_LOC_Os08g35960                                                            
METSPPHRKPRLPPPPPEGDPTASAVGASLESLPGELLENIVSRLSLRDAVRTSAISRSWIHRWESAPDLRHYWPRRSRP
DAICAVLARYSRSVGQFCTWGIRADAFPHIDEWLPLLAAKGVQTLTLSFWDYSDVNVEYYTLHPAIFACGQLTSLHLERC
FLPTAPEGFGGFPNLTLLSLVYVGLPENGERKLEAMIRMSPSLVSLELSNVEVTDDDFEDWIIQAPNLERLTITSDIDYG
WQIQDLPSIQDANINIEDYSIDRDFVKLLTSLAQVGELELFIPSADGNVLEGISCSFQKLRSLTLHTNFYKASSILSTFG
LLTRAPNLLHLEIEITDHENQSDEVDIDFLNALWTNSLFANLDFVSIKSATCWSNEMRFIEFVLSKARLLGEFYIYHDDT
GSYSKPREEAIIELAKYKRASPKAKVFFRDMEVREGRLFMSRVQFVSTIAVCHTLLAIQSICRGTLIF*METSPPHRKPR
LPPPPPEGDPTASAVGASLESLPGELLENIVSRLSLRDAVRTSAISRSWIHRWESAPDLRHYWPRRSRPDAICAVLARYS
RSVGQFCTWGIRADAFPHIDEWLPLLAAKGVQTLTLSFWDYSDVNVEYYTLHPAIFACGQLTSLHLERCFLPTAPEGFGG



FPNLTLLSLVYVGLPENGERKLEAMIRMSPSLVSLELSNVEVTDDDFEDWIIQAPNLERLTITSDIDYGWQIQDLPSIQD
ANINIEDYSIDRDFVKLLTSLAQVGELELFIPSADGNVLEGISCSFQKLRSLTLHTNFYKASSILSTFGLLTRAPNLLHL
EIEITDHENQSDEVDIDFLNALWTNSLFANLDFVSIKSATCWSNEMRFIEFVLSKARLLGEFYIYHDDTGSYSKPREEAI
IELAKYKRASPKAKVFFRDMEVSSLLTIC*METSPPHRKPRLPPPPPEGDPTASAVGASLESLPGELLENIVSRLSLRDA
VRTSAISRSWIHRWESAPDLRHYWPRRSRPDAICAVLARYSRSVGQFCTWGIRADAFPHIDEWLPLLAAKGVQTLTLSFW
DYSDVNVEYYTLHPAIFACGQLTSLHLERCFLPTAPEGFGGFPNLTLLSLVYVGLPENGERKLEAMIRMSPSLVSLELSN
VEVTDDDFEDWIIQAPNLERLTITSDIDYGWQIQDLPSIQDANINIEDYSIDRDFVKLLTSLAQVGELELFIPSADGNVL
EGISCSFQKLRSLTLHTNFYKASSILSTFGLLTRAPNLLHLEIEITDHENQSDEVDIDFLNALWTNSLFANLDFVSIKSA
TCWSNEMRFIEFVLSKARLLGEFYIYHDDTGSYSKPREEAIIELAKYKRASPKAKVFFRDMEDTWLYS*           
>Osat_LOC_Os08g36000                                                            
MPSGEAKRRRSPAVEPDYLAALPPEIVDNIISRLGVRDVVRTSVLSHAWRRRWRSVRGLDLDFRSSDPAAAISSVLKRSA
APVRTVTLRVPRRWFHRAVRWLRLLPRKRVQSLHLYFEMISIIEGKHNLDPSIFSCLELSSLSLAGCTFPPPQPPSFVGF
LKLTKLSLSEVELPPHGERQLEAMIAASPLLLELSLDNVHSFHHSEVWFVRGPNIRSLRIWAVDQDFGCRIGELPRLEDA
VIFLDSEVTTQVLCKTLEGIAHVESLDFNALMHQFSDNPPERFSFTFQNLRSLDLHACLDQISSTSLVFSILRCAPNLEK
LEIEVGCYDDLVDDGTVEGFANAQTSDDIFPRLRCLVT*                                         
>Osat_LOC_Os08g36010                                                            
MPREEYRAKRRRLPAAEPDFLAGLPPEIVDDIISRLDIRDVVRTSALSRAWRRRWESVRGLDLSFRSSAPAAAISSVLKR
AAAPVRGLGLRVPGRRFRRAVHWLRLLPRKRVQSLDLHFEFVFGEKPSLDPSILSCLELTTLVLEGCIFPPSPPPPSFVG
FPELTKLSLSEIDLPRHGGRRLEAMIAASPLLVELSLSNVRSLHHWERWFIRGPNLRSVWIWTDYDYGCRIGELPRLEHA
IVFASAIKTEVLCKILEGISHAETLGFDAITDQFNGNPPERFSFTFQNLRSLDLHACLDQISSTSWVFCILRSAPNLETL
EIEVDCDDDEVDAGSVEGFANAQASDDIFPRLRDVWLHSIDCSSNEMCFIKFVLSKARSLELFSVRVTSSRLSYQEACIE
MAKYKRASPLAKLRLIRG*                                                             
>Osat_LOC_Os08g38470                                                            
MPPRKAPAMENVGVVDFPTDVLVDILSQLPTSSRRLCRLVCRRWRDTIDKRTPERDVRTKMLTFVKGLDNEASAYVVDEA
RGRHRRVWTSSCSVDVIGTRNGLICVLDGGTGAVTVANPATRESLSVPPPPPRQAGLLPCFPDARTHEAYGFAFHPATLR
YAVVHVPCYFNKSGTFDAVQVYTLGRGGRGAPPSWRSVPTPGASGRFQPGGVACVDGVAYWITAGTPAAIMSLDLKDNRV
APVKWSPETPGRGCRCSYRLTEMRGRLCVAVTVEETEKPTKRVEVWWMESTRDQRWTRRYNIMLETPKQHVMWPLFAHGE
NVLTVAQVFKEYNLHKHKVSDKRSSQCSMVKIWKKKPGVEIMNYGVADHTGISTFAYMETSEPLEIYK*           
>Osat_LOC_Os08g38480                                                            
MEEQETSIGDLHTDAFVEILRRVAPSARRRLRLVCRRWRNVINSRAPVWRGHAKTLAFVYHRPGPATAAYAIDGLEEDDE
GCYRKLWDAAADPSLPAIYSRLRMIGSCNGLLCLYDEGVTGDIALLNPVTGETLDVAGPPGHRLRRQEPYGHVPYGEAFS
FTYHEATERYKIVHLAVSDGRLEAVEVLTLVDGAPSPSWRRVAAPAGSSCWLPAGVVSDGQATYWINHGGGDRLMSFDLT
DERVATITSLPVAAKNLNAGCLRKARGRLCVGNRIHHDYQNNTEIDEMWLLERDGCESLERWYCRFYLTTRLCMEVQQVV
GPHFTQGEHILAHRHGSLYVHRCVSSATRPQCSVAQIHEHWPYHEPMFTCGHASNIRAFSYIETTEPLNVYQCNGGSKIG
SVVNNDEEMATGKTTSLGQMLTSMFNDLPSPHPKRPVARRRKRRTNRFK*                              
>Osat_LOC_Os08g38490                                                            
MAAAGIGHIPSDAVVEILVRLPPSSRRRCRLVCRHWRDLVDDRTPEMRSRAKALVLVHAVAHVFDDLPEGRRRQLLPNCR
GVDIVGTCNGLVFLCEWSRGFALVNPFTGERVDGAGVPPPPCPRGEEPPFYQPTHAAYAFGYHPTTGRYKIVHFPIQDRR
TETFDAVRVLTLGAEEDASTSWRDVPMPAGGSSRRGSCGVVSVDGSTYWITRDTERVMSLDLGDDERVAAVTPLLPARTA
GPGCTCKLTDVRGRLGVAVSVSMATSTDTDVWVLEGGGGGGGERRWSRRYSVRVHGVEQQLAWPHFAHGEHVLTTSTHCS
IRGFLYAHRLSDDGRRRLQCSAVRINERRPGKVVGSFGACYRRDLRTFAYVETTEPVSVFSLRG*               
>Osat_LOC_Os08g38520                                                            
MQDDGDGDDNGWDMPSDTLGEILRHLPPLDRRRSRLVCRQWRDAVDSRAPARPGPAKTLVVAHGAGYVFDDVPGGSSREI
PSPCPLANIVGTCNGLLCVVGTGAGFTTGGFVLSNPVTGEALHVPLPTRIGAPWRRWEHNEYYSFAHHPTTGLYKIVPFP
VDDRWTGSFDAVQVYTLGEAASWRDVPAPAGSSRRKSCGLVSVDGFTYWVAMDTEKVMSLDLKDERITVVITLPAPASEP
GRQCRLTEAHGRLAVAAIVTQPTNTKTEVITTRFQTFTKGV*                                      
>Osat_LOC_Os08g41750                                                            
MAILKSCSIDSEIALIGDDLLSEIIVRLPFKSVARSACVSKDWRAAVSDDYLRRRLPLLMTTVYFPDDDAVAAGGGGGGG
PRFACAASDGNDGHRLEDCHLGFLPERGGVVVCDGCNGLLLCRSPGTPEFFVVDPVTRRWAALPAPAKAATLSVLAFDPS
TSPDYRVVNFTGWRDRGAAVEVFSSATWAWTARDTEFGGVPASSLSGSMHYHDGILYILASEPDCLVSLNLADFSSTAAV
IDLPEPVDGGDAHVAHSGGRLHYIFRDGELLKVWELDDDDQWRPKHAVKVEHLAHGGGEVRFLAMHPEEEDVVYTWSPWK
VVEHDLRRKTTTCHCQAWEFGEGERNRVVKAWLVPSSCYLSDCLAHCPVKC*                            
>Osat_LOC_Os08g41760                                                            
MEFCDDLLVEILSRLPFKSLARFKCVSRSWRALISGGDLRRRLPLLAAGLFVGDGGGGEPRYATACSGDGVEFCDMSFFP
LAETAARVVDACEGLLLYRSLAAASAMYVACPATRRWAALPVPRREAQLPLLAFDPADGGGGSPRYHVVCFVAWQERGAT
VDVFSSETGAWAERDAAFGGVEASSLSPTTHYRGGVLHVLAYPDRVVLMDLAATTTTTTSVAPGRLAPRLPDDVDAGARL
GHSRGRLHYAKCDGERLRVWALDVDAASPGSCQWILTNTVCVNEMTINGGLWAASEVKFLAFHPDMADVVYLSSPEGKVA
SCDMRRKEMVSSWKLGAEHHVVRFWLLGFSSGLMSCLGGEQACQIAGAS*                              
>Osat_LOC_Os08g43220                                                            
MEDLPDDLLLEVLRRLPPISLAASRVVCSAWRAAVDANRLLRADLLPLSVAGIVVNPLSLGSRFLCRPNAAATIADDLDD
IRNTSRGIFNRFDFRVSDHCNGLFLVDDDVQHVVNPDTRQWAPLPGYPPPHPCYPHKLFSPTICLVFDPAVSPHFEVLVI
PRLRSELRRPREWPPSPFVLRAFSSRTGGDQWEDRISLSNGTYRVIQSEPSMSLRYREKHPDLYLGKSEKGRDSYDDDDD



HHESNRHAKHVTFLGFHPFDEEVVFLGETFRRGFAYNLNNSEIQDLGLYDIFLKQ*                        
>Osat_LOC_Os09g06620                                                            
MEPCVRSESGGVKKPMTSPPIDAVGVDLLRKILLRLPNMASLVNAALSCKRWRRAASDPAILQRFLPLRRPPLVGFILTD
RGDKPVPRHCPNIYFVRTTARKPNLASAAADCDIFFEDLPDIDSDEDDDDGRGFYSDEWRLRGCDGGRLLLSRGRYGLDL
AVYDPISRTAIFFRPPQAFRCSFHMVRYAIVVDDADASFRVIGICDDTSAAMFSSRTNKWTLFDFDAEADLCYRFTDRDG
MSAGRFVYWRSNTKNNKNVERILLLDVGTMNWTVIVAPFQVGESYCVADMAEHGGLCLVSSQEQNLQLWVRSSGSGTING
GWLLKKEISLLHQFGYLKKLRSEEWMKRVRVLAAKAGYVYMEFWSIRKSNSYLLVLNLSTMKLEMFRNGSDEPFRGPAFP
FLLRLAPLTTPSWDDANDLQVPSG*                                                       
>Osat_LOC_Os09g08550                                                            
MASETLQTLLPPPPAEEAPTTTVAALTDDTLRNILHRLAPADLLRAALACHRWRRAAARCAKGAPPPLLGYFFHPADTPP
PVHLPFSASRGRLHPAAVSPVDASSSSSPRLSLDYLGGTKGFIIYDVYLGLVLLLPTSLPSGTLPRILVLDPASRRRALL
PQPPRDALPGDRWRGRRHIVGAAVLSRAHPSRLCFDAVCLTVDDKHPRAWVASYRDGECSWRALPRDTGVTVAFDPYWFE
GRCVHAAGDIYWHICHSGRLLKLDPATLSFSYLLAPSELGDSNKKFRIGETPEDGRLGMATVEDQEMQFWVRGEASGSDN
GWFLRKRMNMRKVLDTIPGLPRDMMSRIISIWLSDIDSGRTGKLFIKTQGYGRYSFHMDTGKLDRLATEDGKEYGHPIYA
YYVAWPPAFLAPELEGDDY*                                                            
>Osat_LOC_Os09g08620                                                            
MASETLLPPPTTTVAALTDDTLLDILRRLAPADLLRAALVCHRWRRAAARCVMAAPPPLLGYFFHPADTPLTAHIVAPIA
ALHPAAFVPLDSSSPSSPRLSLDGTKGFTIYDVHLGLVLLLPASLPSGVLPRILVLDPASRRRALLPQPPRDALPGDRWR
GLRHIIGAAVLSRSHPSRLCFDAVCLTVDDENPRAWVASYRDGECSWRALPQDTGVTVAFDPFWFEGRCVHAAGDIYWHI
CNSGRLLKLDPTTLSFSYLLAPSELGDRNKKFRIGEAPEDGRLGMAAMEDQEMQFWVRGEASGSDNGWFLQKRMNMRKVF
DTVPGLPRDKLSRTVSIWLSDIDAGRTGKLFFETEGYGRYSFHMDTGKLERLATEDGKEYGHPIYAYFMAWPPAFLAPEK
SEFPGGDH*                                                                       
>Osat_LOC_Os09g15540                                                            
MAGTERSRRRREVKLRKAWRKEAATAGPTSVNDVPDEVLELVLLRLGDSLALLRAAAACKRWRRLVADAGFLARFRSLHE
PHVVGHYHVVDPTFAGALRGGNHVFVPERSPSPADALDRRRLSLDFLPEPDGDRAWWKLADTRGGLVLLYPKTWNASFPD
MVVCEPLTRRHQGILRPQEMNSPYRICFGVFLIDGAAADETGGCISMSNFRVLSAVYEPETPYCGYWHGHGTPPRPRAYV
FSSGVDGGWRESDSGSDVELPSLELINFVGRAGCSLYWGLDGKDAMLALHKTTAEFSLVTIPAIVGESYHPSTFRVIGGG
DDGTMRVVRLIGDDLKIFTQLKGSGGEWVVEKLVRLPVATRGLPGHDVGLFHHYARIVTANERYILVTPRVATWLFSVEV
ETPVVEREHVRNKYAGAAYPYELPWPPVLQACIAGRRRSRR*                                      
>Osat_LOC_Os09g15550                                                            
MPPSPPMATTERRRRCGQRQRRDKHKRGSSMKVAGAGDGAAAVMTTVEDVPDHLLEVILLRLDSSVSLLRAAAACTRWRR
VVADAGFLRSFRSLHGARHVAGRYHTVDPSFGWPPSAGGSSVVFVPSSPPVIGVASRFFSLDFLPDYDDGNSWSWELVDS
RGGLLLFSKKRKSTGRWAAMADARGFSFPDLVVCEPLTRRYQGIASAVYFRRHPCLGVFLLDGDAADADDTGGGGIGMSN
FRVVAALHDRTWQHDGAVPLACVFTSGSDGGWRVLQSAAAAAVDLPERFDFINFAGRAGGCLYWGIDGEDGAMLVLDVAT
MRFSIDMFPETIRASYDKWTFRVIDGGYALRVVRVMRNDLKVFAQLAGSGEWVVERLVSLPEATRELPGRRETYFRQEAK
IVAANAAYVLLTPQEKKRWLFSVELETGKVERRHERNRYAGAAYSYELPWPPALQACADYGGGRRRRR*           
>Osat_LOC_Os09g15560                                                            
MARGRRRRRRQRRKRASTKQLTAAATVQDVPDHVLEMILLRVDSSACLVRAAASCRRWRRVVADAAFLHSFRTLHGAHRV
AGVYRTVDPAYGRPLPGGNFVFVPSTPLAAGDSCCFALDFLPYGGRNSWELLDCRGGLLLLSKKRPRFGGVATSRRFTDL
VVCEPLTRRYQVIRCPANLKFFMCLGVFLLDDDAATGGVSNFRVIAVLFDHHRWLDYRGMPMSMMFSSSGSGGDGTWQVV
QWETIDDVDLPHWIEHITFVGRANGRIYWGIDNEDGATLVLDESTTEFAITMFPENVWAPYDKYTFRVIGDGDDGALRVV
RVINNDLKVFTQLAGGGEWVLEKTVSLPEATRGLPGREEGLFFQHGEAMIVAASAAYVLVTPREKAWMFSVELDTMEVER
EHDRNWYPGPAYQYESLPWPPALQVCTDG*                                                  
>Osat_LOC_Os09g16810                                                            
MAVNELPDELLESVFLRLASPICLVRAASTCRRWCRVVADAGFLRLYRSRNALTIGNYIATDTGIFANWSRPSPSCRVSS
LAFVPAAAAVTSSKRFSLDFVPEPGNTSWVLADSHGGLVLLVPERYYWGNASSVSIVVCEPWTRRYRTVIPPLENKHVAC
LDASLLGAGTGSEKKNNNNNHVAGVSNFTVLLILYTFGSGAKTACIFSTFTGADEELRLRLTRSMDLGDLIRPKGVPRRQ
RHFDADAMHFAGRAGGSLYWGTIYGVVFALDESTGELSPLTLPKCCASEQPRFYYRQWNLRAVGDDAGGGRLVRVVQHSD
LEVLTPLHAGGGREWTVEKTLRLPELITRGLPELEDYSRLVERLTGVKILEVMGRSVVLTPPEGSGMWPFSVDLETMELE
HVYDWGDELVQKWVFPVKPPWPPALPLHATTDVH*                                             
>Osat_LOC_Os09g17080                                                            
MEERDWSSLPSDVLAVILERLRWSSHPSFALTCRHWRSAVSPFYPAWITPLLLSTAHVGVTNIRYYSPYYHKNFEVGGKD
GDHAGAKICCAAGRHLTLDSPSAVLDVELVTGNINKVPHIYRGNFDFVIYDDRAHRIFGIDAVLPLKIGYANWNSDDGVW
EDWTLMELGINGPRLLPSPVTNPVIHCGLIYLLNDQGGLVMYDPCKHDEGFEFLDNPTSFGFKHYNSYLVESDQHELMAV
LLGRRGTLNHVIKLNEKKMEWEKVESLQGRTLFTGTLTSMVKKTKFKWMEDRVFLPVFYKWPDTIHADLISRDDELAFV*
>Osat_LOC_Os09g17152                                                            
MAKEKAPCCSTNNSSKAPATARPTTKGSTTASGNGRPPPTTLHDVPDKLLELILQNLDSSLSLVRAAATCQRWRRVITQQ
SFVLDYDIPPHQIVGHYHHRLHPPSFTTPKPRGCCSSVAFVPTSPEFLTTGRRRRRFSLDFLPGGGSRWEIVDSRGSLLL
LAKKKKSNWMRRCFPDLVVCEPVTRRHKVIPRMEVMKYHHCVGVFLLDFDRNGSFSMSNFKVTCVVYQPYFGVSGDVGTI
TVCEYMEDMWDWTRHMKPDEDDEVPKLFEWYVVVTHLRTRPGIHLHDRDSLRFLGHAGGSIFWAIKEDEGSLLILDENGI
DPHILRTPAGVRGSELRAIVDGNGDRHNVRVVVLEGETLRVVTWLCDTDELVLEKSLHLVEATRRLQGYKESCFCGGVDI
VTVSTSCAVVTPVEEKTTWMVSIDLETMEVTECKYASVAYPCELPWPPTLSACTVNCRRFGYIWSLP*            



>Osat_LOC_Os09g17190                                                            
MARRGGRRADKASNCGSAPRKAKAVPAAATSVDDVPDHLLEDILLRLGPSSACLVRAAYACKRWRRVVTAAGFLDAFRAL
HGAHHHRVAGYYHTVDAYYAPALPGGESSVFVPSSSSLAGVDGRLWFSLDFLPASDDFSWELADSRGGLLLLSKKRRTHT
RSGYAAEGDFFFTDLIVCEPLTRRYQGILCPADFTGYRCIGVFLLDGGDDGGGDISLSNFRVLCALYDLYWLNNRHIGVQ
SACVFSSGRHGGGWRLPKSAVADDIQLTARFNAMSFVGRAGGCFYWGIDDDDDEDDGAMLVLDETTTEFSLVTFPDIIRE
NYHMTTFRIIAGGDGAMRVLRVIGNDLKVFTQLAGSGVEWVLEKLVRLPEATRGLPGHEERYFEQNEAMIVAADAAYVLL
TPSVEKTWLFSVELETMTVERHHERNKYAGVAYPYELPLLRALHAGGRYR*                             
>Osat_LOC_Os09g17530                                                            
MARRRGRRADKANCRVPRKAKVVPAAATSVDDVPDHLLEDILLRLGPSSACLVRAAYACKRWRRVVTAAGFLDAFRALHG
AHHHRVAGYYHTLTRRYQGILCPADFTGYRCIGVFLLGGGGGGDISLSNFRVICALYDLYWLNNRHIGVQLACVFSSGSH
GGGWRLPKSAVADDIQLTERFNSISFVGRAGGCFYWGIDDDDDEDGAMLVLDETTTEFSLVTFPDSIRENYHMTTFRIIA
GGDGAMRVLRVIGNDLKVFTQLAGDGEWVLEKLVRLPEATRGLPGHEERYFEQNEAMIVAANAAYVLLTPSVEKTWLFSV
ELETMVVERQHERNKYAGVAYPYELPLLRALHAGGR*                                           
>Osat_LOC_Os09g17540                                                            
MVRRKSKSPAVSPTTLGDLPDKLLEHILVRVASPVWLTRAAATCKRWRRIVANDNFPFHMDRRLPNPVAGHYHYSRRRAD
GRGRSSRLITFVPSSSAVALGVDARRHFSLDFLPGGRSSWDLVDSHSSILLLAATSSTRRRGHRRGLFPDLVVCEPVTRR
YKLIPRMEEMKHQRCLGVFLQSYPTSSTSNRSSIMSSLRVICVVYIEYSGVSDGMGTVRACVFDPNGSNSWKPRPRSACW
YMFKPSWNMAKHGIHLRGSEHARLLGHAAGAVFWAVGGDDTLLVLDKWRTEFEVLRLPGSVRASGLRAIVDGGNGDNDGK
LRVVCLDEENVVRVFATWRGQHSNGEWVLQKSLRLEESTMGLAGYKAGRGGAAMVVAAATAGSVVLAPVEGMTWMFSVDL
ETMEIAECKEVSVAVYPCELPWRPTLRACVTRCERRGRGRCSHICICDDA*                             
>Osat_LOC_Os09g20650                                                            
MRGQGGSTMGGKKAKTVERNDHRLLCSDVLTEVFHRLPARTLASCRLVCKSWMSELTDPHFVHEHLKRSQQKLLLFANDK
ANDRSLAMVLADDTGATYQLTRPMASRSLFVHNSCNGLLCLGDSTGAVQLLNPTTGESATLPMPMYTAGSSQFSSCNWHC
LGFCPSTKEHKVVHFYLGAHFDSFNVCCEIFTIGDKSWRQIGSFHGAPTDRGVHVNGAVYYLTKFRYIASSRINCLNLES
ENFDVMMLPPRKSYGGHCSLAELEGKLCLLVVEGGHDNPPRTMDILMLDSGDKTTWTHRYHISLPWLMPSCYFTPKHTLF
HEGKIWVQLLARNLYCYDPSSSSTELKMACPESEFPFSTHTFIESIVPLRKDYFIKQIQ*                    
>Osat_LOC_Os09g21580                                                            
MASTSQARGWSSLPTDVLVLILGSLRWSSHPSVALVCRHWRSAASLCPFYPAWITPLLLNTAEVGTANIRYYSPYYDKNF
EVDDTLKVPGAKICCSTGRHLKMCADKALVYDIDLVTGALVEVLPQEPYMLFNFVVSDRDDERLFGVKATITIKVASSIR
HTSDEWEGWKSTENHLYCPRLRASPVTNPVLHNGLLYLLAQDGKLVVYNPCRPDEGFEILNKPNGFGFKCEDSYLVESNK
GELMVVLIGRRGKVVHVVKLNDQTMEWEEVESLQGQTIFTGSLTTMMKRSKFKWMQNMIFLPRFYKWPETVHVDLVARDG
QLAFVPKLPFCADTYLETCGSNIWSYELAYGAATKEYWGTERADYSTWVDFGDN*                         
>Osat_LOC_Os09g21700                                                            
MEAVASTSRVRGWSSLPTDVLVRILGSLRWSSHPNAALVCRQWRSAVSLSSFYPAWITPLLLSTAGVGTANIRYYSPYYD
KNFEVDGLLKVPGAKICCSTGRHLSMCVDQSLVFDIDLVTGALVEVLPPKPHALFNFVVSDGDERLFGVEAILTIKVASS
IRNSSGEWEDWKLTEYHPDLPRIRVSPDTNPVLHNGLLYLLAQDGRLLVYDPCRHDNGFEILDKPDGFGFKCEDSYLLRS
SQYGLMVVLIERRGKAVHVLKLNEETMEWEKVESLHGQVVFTGSLTTIIKKPKFKWMENKVFLPRFYNWPETIHVDLVTR
EGEMAFVPKSSSYSNTLDASITNIWSYELGCGTPTMEYWGTERPDYSIWVDFAGN*                        
>Osat_LOC_Os09g22460                                                            
MEERDWSSLPLDVLAAVLEQLRWSSHPSFALSCRHWRSAVPPFYPAWITPLLLSTARVGAANLRYYSPYYHYTFEVVVAS
CDDDVARDAKICCATGRHLALEKPRLALDVHLVTGAVRQAPHAAYADHFDFVVYGGSGARRMFGIDAVLPLAVGYTSQIG
DGDEGEWEDWTLTEYDANGPRLRPSPVTNPVFHRGSIYLLGEHGRLAVYDPCKHAEGFKILDKPMSFGFEQYHDSYLVES
DQGELMAVLFGRRGTPVHVIVLNKERMEWEQVESLQGRTLFTGTLTSMVKKTKFKWMQNRVFLPMFYKWPETIHVNIISR
DGELAFVPKSSSSNTKYSTMGDHSNGTCCEKCADVWSYKLGQQETRENWGAERVYYGVWVDLH*                
>Osat_LOC_Os09g27570                                                            
MRIVINSWSRFMPHYIPDDVMFNILSWLPSKSLIRFKSVCKAWHAMISSPCFTDAHLECSKRNPSILMVPGAYEKQEDGE
NIAFMMVLYKYHGGKTMELVHMQNFPLGIGVWTRPVHCNGLLLIPTMNLEMMICNPSTRQIVFLPKVSGNICTGTRAGFG
FDPHSNKYKVARSFYQRDSETQELVCKFEVLTLGTNAWRQTEDPPYPIDALTPVHVKGAIYWIVCSSLCPDPPNAFLRFC
LTDEKFSLFPCPPSNVKSVRFTEVEGELCCACFFSETLALEIWNCSGGQNLEWTRRYVIQIPPDVVMKYPVERPPLIVFR
EKMLLLAFKKVYRYDIETCRIVELASKVSDFTCYEPYLEKEARDLHLFNYAESLVPIREF*                   
>Osat_LOC_Os09g27660                                                            
MGSFRQWWRRVAAAVKDRRSVLLARGDPRDEPRRAVGGLPERRAGVPVGADLAVAGAAHRVGARAARTADALADFRDRSA
PRGKSPAFSAFVRAYFRFLNYRSLLAAEEDIAGDGDDHCVARLERITKLQFLLELLLQIRPYCDGMEVPLVLEAMDCALI
EILQVYGEICTGVARFLVGVPAPTTRPRQTKSTAAAGIKVLRKAAEKSAQLSSYFELCRSLGVVNVRELEMETEIFIQIR
APELSEDVVGHATCREDLVDGPRVGEDLAGQPCHAQGRTSLVGWAAAGEDLAGRSWVALELSMLNVEASDMGAPVEGSSS
TLLELGIPEELGIGENDDEEEKATCCPCNTSSRLADIRLTCILQSLFILQVMPIQSLDKATAKEHLLLPPEFPQTPSFFR
SPTVAWAPGGLLHSIGGHRLLNQKASGCTAWRDTRRRSAVGDPQSPELKVEAANTAVRAAVKRCAEVPISARPGKMMRIA
IKSWSRFLPPYIPDDVIFDILLRLPSKSLIRFKSVCKAWHAIISNPCFISAHLECSKQKPSIFMVPGVYEKQNNGENTSF
LMGLYQYQGGNIMEQIHVQDFPQGIGTWSRPIHCNGMLLISTMNHEMIVCNPSTREIVSLPKGSYNLHAGPRAGFGFDPH
SNKYKVARFFYQRDDDTSELVCKFEVLTLGTNLWRQTEDPPYPISGLTPVHVKGAIYWMVNTPLCPDPPNAFLRFCLTNE
KFSLLQYPPCNLKPTRFIEVEGELCCACFCSQVSALKIWTCNYAQNPEWTQRCTVQIPPDIVVNNPVARPPIVFLHGKKL
LLTWNQVYQYDIQTCRMEKIASGVEDFTCYDPRNNKYWAYLEKEVTDMHLFNYAESLVPIREF*MGSFRQWWRRVAAAVK



DRRSVLLARGDPRDEPRRAVGGLPERRAGVPVGADLAVAGAAHRVGARAARTADALADFRDRSAPRGKSPAFSAFVRAYF
RFLNYRSLLAAEEDIAGDGDDHCVARLERITKLQFLLELLLQIRPYCDGMEVPLVLEAMDCALIEILQVYGEICTGVARF
LVGVPAPTTRPRQTKSTAAAGIKVLRKAAEKSAQLSSYFELCRSLGVVNVRELEMETEIFIQIRAPELSEDVVGHATCRE
DLVDGPRVGEDLAGQPCHAQGRTSLVGWAAAGEDLAGRSWVALELSMLNVEASDMGAPVEGSSSTLLELGIPEELGIGEN
DDEEEKATCCPCNTSSRLADIRLTCILQSLFILQVMPIQSLDKATAKEHLLLPPEFPQTPSFFRSPTVAWAPGGLLHSIG
GHRLLNQKASGCTAWRDTRRRSAVGDPQSPELKVEAANTAVRAADVEPCISGPKSPHDRVPLKEMKSDWHACLDSNFKCC
SCSNMQLHKHIKSQRYNWCWPSRKESL*MGSFRQWWRRVAAAVKDRRSVLLARGDPRDEPRRAVGGLPERRAGVPVGADL
AVAGAAHRVGARAARTADALADFRDRSAPRGKSPAFSAFVRAYFRFLNYRSLLAAEEDIAGDGDDHCVARLERITKLQFL
LELLLQIRPYCDGMEVPLVLEAMDCALIEILQVYGEICTGVARFLVGVPAPTTRPRQTKSTAAAGIKVLRKAAEKSAQLS
SYFELCRSLGVVNVRELEMETEIFIQIRAPELSEDVVGHATCREDLVDGPRVGEDLAGQPCHAQGRTSLVGWAAAGEDLA
GRSWVALELSMLNVEASDMGAPVEGSSSTLLELGIPEELGIGENDDEEEKATCCPCNTSSRLADIRLTCILQSLFILQVM
PIQSLDKATAKEHLLLPPEFPQTPSFFRSPTVAWAPGGLLHSIGGHRLLNQKASGCTAWRDTRRRSAVGDPQSPELKVEA
ANTAVRAAA*MLAHGMLLRSGVSPRARRPRRERPLRARRLPRPLGAAGQVTRLLRVRPRLLPLPQLPLPPRGGRRHRRRR
RRPLRRPPRENNEAAVPARAASPNPPVLRRHGGAPRPGSHGLRPHRNPPSLRRDMHRRRAVPRRRARADDETTTNQIDRR
GGDKGAPEGGGEERAAVVVLRALPLARRRQRSGTRSTTTAAAAAEWVVFDDDKGGGEAAWRGGQ*               
>Osat_LOC_Os09g28120                                                            
MEGGGGGGTDMNAVPDGVVQHVLSMLSNVRDVAACACVCRRWRECVPYLPALFFPRNAFDTAAAAGGAADDAIGRMVRSV
ERLRELVIYCPFSMARLPEWLALRSTSLRVLELRMDAAAADKAEDGGYLDCIGLARGLEELRLWGVSLTAAPAWGRLDKL
RVLEIVGAPLEDSAVKDAISACPNLTDLSLLGCDCSGAVSIELALLERCRLDFLGAGNCSLSLAAPRVESLEVQGFTWIT
LRGGHSLRRLSIAKSTGRVYKVDTGKLPDLEHLSLRGVQWSWAAVSSVLQCARDVKHLVMKIEFSGDFDALQPFPEVDLV
DFFNSHPNLRKFDIHGAMFAALCQKNSLKNLDARFCIPCLEEVLITVRSPLNAEQKLNTLESLVKYSVRLRSMVIRISQM
KNCHDAADDFFEEICKFKYMNNKKVRVE*                                                   
>Osat_LOC_Os09g30180                                                            
MASKKALAMQPSKKICMTLLPQDIVELILLRLPVSTLLRCRGVCKQWDGIIRDPQFAMVHIQRAPRRPLFFFQRENLVHL
LYPSEAILFDEAWSPSKWVVPVIEPDDFLCASCNGLICLHSDKSTIKIANLATGECMHLVKPVRNSKTDHFSYYSFGFHP
VTKQYKVMHFLRDEHLHVGTSFSIIQVYTLGDEKWRDVRTPQALSLRCVERSGVVNVGGAMYWLTEDEESVWKHAVVTFD
LSEELFQWLQLPAVDPANYVLGDPDQWLITEVDSNVSVSYYETGKLHIWTIDSKIEQSWSQKYNIRLSMLEVPGPHWICG
DKIILHDFNKNLYFYELMGKNSEIESSKLVKQLRFSPRNNMQCFMFVKSLVRLDAFRKAGVVRRPKRQEGWKLKKWEVWM
DRLHRLENHCRSIHDMKHKIYENADKMGMEIKLDLQQTPDLDSSLRLINWLEYRRVLEILCVNLDNMHEVLTVMNNTTGA
AHNKESHVADQGTSSSAVGISGS*MASKKALAMQPSKKICMTLLPQDIVELILLRLPVSTLLRCRGVCKQWDGIIRDPQF
AMVHIQRAPRRPLFFFQRENLVHLLYPSEAILFDEAWSPSKWVVPVIEPDDFLCASCNGLICLHSDKSTIKIANLATGEC
MHLVKPVRNSKTDHFSYYSFGFHPVTKQYKVMHFLRDEHLHVGTSFSIIQVYTLGDEKWRDVRTPQALSLRCVERSGVVN
VGGAMYWLTEDEESVWKHAVVTFDLSEELFQWLQLPAVDPANYVLGDPDQWLITEVDSNVSVSYYETGKLHIWTIDSKIE
QSWSQKYNIRLSMLEVPGPHWICGDKIILHDFNKNLYFYELMGKNSEIESSKLVKQLRFSPRNNMQCFMFVKSLVRLDAF
RKAGVVRRPKRQEGWKLKKWEVWMDRLHRLENHCRSIHDMKHKIYENADKMGMEIKLDLQQTPDLFPAADQLVGV*MASK
KALAMQPSKKICMTLLPQDIVELILLRLPVSTLLRCRGVCKQWDGIIRDPQFAMVHIQRAPRRPLFFFQRENLVHLLYPS
EAILFDEAWSPSKWVVPVIEPDDFLCASCNGLICLHSDKSTIKIANLATGECMHLVKPVRNSKTDHFSYYSFGFHPVTKQ
YKVMHFLRDEHLHVGTSFSIIQVYTLGDEKWRDVRTPQALSLRCVERSGVVNVGGAMYWLTEDEESVWKHAVVTFDLSEE
LFQWLQLPAVDPANYVLGDPDQWLITEVDSNVSVSYYETGKLHIWTIDSKIEQSWSQKYNIRLSMLEVPGPHWICGDKII
LHDFNKNLYFYELMGKNSEIESSKLVKQLRFSPRNNMQCFMFVKSLVRLDAFRKAGVVRRPKRQEGWKLKKWEVWMDRLH
RLENHCRRKCR*                                                                    
>Osat_LOC_Os09g32240                                                            
MTDRNGPFGRLPEHLLVEIFIRLPTCEWVQISCVSKHWASIFQGECMWQTAIARNWPSAGLRKRWPGPIPRGSARRRFQA
LYVSQNLVSSGGDIDELVGHTYLYLKEQLERPVVAPSSILHGTIIDQFIACGRTGEKAHELASKIWLAVIDNLEENQQTF
LLLKHLSQEGEFFLPFPYSRSYKVLWRVFDKLFTDFRDCFSRGDYHDALAGAKSRFQPVPSAWLGH*MDHLHWASIFQGE
CMWQTAIARNWPSAGLRKRWPGPIPRGSARRRFQALYVSQNLVSSGGDIDELVGHTYLYLKEQLERPVVAPSSILHGTII
DQFIACGRTGEKAHELASKIWLAVIDNLEENQQTFLLLKHLSQEGEFFLPFPYSRSYKVLWRVFDKLFTDFRDCFSRGDY
HDALAGAKSRFQPVPSAWLGH*                                                          
>Osat_LOC_Os09g32860                                                            
MGKMLDPKRLMSARQERHRRRRRRQLRPRNSEGAKRTRYSVPSLPEEIWCHIHSLMSFKDAARAACVSRAFRHSWRCHPN
LICCIGILGSDFINKFDRIMKNHSGIGIKSVKFQYNSFYNTRRSTSISHHFDSWHQIAITPWIEELTISLSLSSFNMEYS
FPCSLLADGRASSMRHLYLGNCGFHPTINLDLRNLTRLHLINCLSHLEVFDCRIQVVENKAPNLCSFDFGGRQMVDTPIL
PSKFLHLKCLTIDHTIISSSPAYNYLYLVYFLDACPSLETFLLGISQNHMEHDSIIGDSSHMRQMPGHRHDNLRSVEITG
FYSAKSLIELTCYILDNTVALKYLTLDTTRGFFSCSTGEHDRCFPMDKIMITEAKRAVLAIQTYIERKVPSTVKLNVVKP
CSRCHAVESYL*                                                                    
>Osat_LOC_Os09g32910                                                            
MGYSGLNLPEDIWSHIHSLMPLRDAARAACVSRAFRSFWRYHPNLIFRIETPDLNFIKKVDCILKNHSGIGIKSLRFESG
IFYNASTSYYLDSWLQIAVTPLIEELTLGILSYNTNYFDSKYDDEYNFPCSLLSDGRGSSMRHLYLSRCSFHPTINLELR
NLTRLHLAFVHITGNELGCVLSNSYALERLELNYCYGIICVKIPCLLQRLSHLEVFECRMLQVIENSAPNLGSFHFGINH
VQLLLGESLQMKSLSMCYPGAVYYACAELPSNVPNLETLTIGSPHEMVDTPMLPSKFLHLKCLTISLVGMVTFSPAYDYF
SLVSFLDASPSLETFFLDVSQERMGHVSIFGDSLQLRQMPEHHRHGNLQSVKITGFCSAKSLIELTCYILDNTTSLKCLT
LDTTRGVSSCSTGEHKKCFPIGKMLTEANRAVLAIETFIERKVPSTVKLAVTKPCSRCHVKS*                 



>Osat_LOC_Os09g34200                                                            
MVSEKAKSNKRKKLECIISRLPRDLIEQVFLSLPVKTLLNCIGVCKQWRSIIQDPKFVTSHLQLAPHCALLFFPRELVSS
CGLYPSEAILIDEAWSQSIWDVPVIGPDDFLCGSSNGLVCLYTHTTTIKIANLATGECLHLAKPAKNLTDDHFSFYSFGF
HPLTKEYKVTHFLASSHETRIRAKVDSFDGVQVYTLGDEKWKYIGAPEALSLNCVKNSGVVNVDGTMYWLTEDQGTSWHH
AVMSFDLNKESFGRIQLPTAALEDSAFYGPRRYWIKEIDGKVCIATCQTSDNQPILLRGEIQIWALDINLEQKWIQKYII
QPSAQHIPGPNIVHRDKIVLQHDARNLCSYELLGKNVEVKLSNMEKLLDFSPRKPGSMQVYTFVKSLVRLDSYKKASIVR
RPKRKVTTKNLRTTINRLMQRLPDDEALKCIGMKIDQMLHYLPEDCPNQACDDVFRTARSWLSDQGTSISTADASFWFDL
QHFLLGGGDRASGFAISSGWEVDLGGSRQLGGSDVAVPVPRRFPRAVGGRAGKRAGADVRAKRMTVSAAEATGCSYSQRR
RHCCWWHEQEAEAMPRAAATRAGKGGGGRTGGSDDGGGNWHMRQKSAVTTTLRILSCCSRHRDVAATAMVDPQLHPCPRH
CSEAIEKAAEPETQIGVGPTIFG*                                                        
>Osat_LOC_Os09g35680                                                            
MGGVTSSSAGGGGGGETALGDLPESCVAEVLRRLDPPEICRMARLSRTFRGAASGDGVWEAKLPRNYARLLAVAADGEAA
ALEAIPKKEVYARLCRRNRLDGGTKEFWLDKGGGGVCMTISSRALSITGIDDRRYWNFIPNDESRFHAVAYLSQIWWFEV
RGEVEFCFPEGTYSLFFRLHLGRPLKRLGRRVYSSEHIHGWDIKPVRFQLSTSDGQQAQSKCYLTDPGVWINHHVGDFVV
KSSNELVKIQFAMVQIDCTHTKGGLCVDSVAVKPQYLAKKKASRIYV*                                
>Osat_LOC_Os09g37570                                                            
MLTTSDMASAAGGASGKDWFDCLPDDLVHHVLSFLPALDAVRTSVLSRRWRDFWVSMPRLNVDVGDFRDDGQFENFTVHA
LPLLDSSVPLRSLRLRSSLHYLSALWVNHAVKRKVAVLEYSGRAELCSSVDASLSLASSYLTKVVLKHFDFDYGQFWPLI
DACPALENLELLDVWTFYSVTISSSSLKHLRIVSCLFYNGFRINAPNLLTMCLDDVNVNGPLGHDSLVLENLSSLMTASV
SVYHCFYPKHYVKTELHFFHGLSHARNLKLIAPLYEALFEEGLPTCPVFNNLKCLVLGDWCMAFDLYPLRCILRQSPMLE
ELCVELGEEECENCKNRKPAFSYGEISPFWCDRLKTIKIKCTEHDERFVALLQLFCKILVCIEEVDIDRQWVSAQPPDSS
EL*                                                                             
>Osat_LOC_Os09g37590                                                            
MASPPTSESAITSAGSASASGFDCLPDDLVHHVLSFLPAPDAACTSLLSRRWRNLWVSMPCLDIDVSDFHDASQFDRFMD
HVLHLLDDSVPLRSFRLRSCWIDDSAVSWLRYAVKRKVPVLEYAERQGYFIHGCHDLISASSYLTKVVLEHVVLHDCHFG
PLNNGCPALENLELLEVNIQFTEISSTSLKHLRIVNCMMDCKFWIRTPNLLTMCLDGVECKSSLYWTVLNNRSLFTVLED
WRYQIPAVHSGRSNGQDASVPRDYEDEDLSEDEDEDLSDGHHIEYNILGVLSHARSLKLVAPLREALFEGCLLTCPVFNN
LKCLVFGDWCMDFDLYPLRCVLKQSPILEELCVELREKECEYCKEKAPPFSYSYGEILPFKCHRLKTVKIKCGERDERFI
ALVKLFFKISVCIEKFDLDRWFIAFVTVSSSSSEERNERVAPIDLWGSKLASNFFGCSNSSGKFLDSSVTTQPDRYLIIV
TSGGLNQQRTGIVDAVVAARILNATLVVPELDQRSFWKDSSNFSEIFDINWFISFLAKDVNIIKEPPEKGGKAVKPYKMR
VPRKCTPKCYLNRVLPALLKKHLFLWLKFRKILSHIAHTTFSLVIQVIRLTKYDYRLSNKLDKDLQKLRCRVNYHALRFT
DPIQELGEKLIKRMREKSRHFIALHLRFEPDMLAFSGCYYGGGEKEKRELGSIRKRWKTLHIGDPEKGRRQGRCPLTPEE
VGLMLRALGYKSDVHIYVASGEIYGGEDTLAPLKLLFPNYHTKETLSTEEELTPFLAHSSRMAAIDFIVCDGSDAFVTNN
NGNMAKILVGRRRYFGHKRTIRPSAKQLYPLFMNRSNISWDAFSSQVQTIQKGFIGEPMEITPGRGEFHANPAACICEKT
GIKSVVGSDSRSNRETVNSTEISNKPIGGPTYPIYTDEEADRPDTEDDPSGIGEMIDMEAEDDSLASRVDSVLEEILSD*
>Osat_LOC_Os09g38300                                                            
MPRALQRSGSNSLAALLRADPPPNAAIADQDDAKRPGRRRRRRRRSCLRLPLGVGAGGCRVCACDEMDPATAAPRRRAPE
EKDDDEEEEEAVPPAALQCFSWKKGAAAARTSGVGDGDRVMVEEVEAAAASLSVLPDDLMEMVLGRLPLASLLAARCACR
RWRDLTVAPQFMRMRRVEARPHRTPWLFLFGVEGDGWGATAAATAVHALDVDAQRWRRVGADGLRGRFLFSVAGVGDELY
VVGGRSGDAGSVKTKTHKGVLVYSPLAGAWRKAASMRSARSRSVLGVFEMGTISRSILLARADKHVHRHANTGGGKFRLG
GTSAVYEDPHRLSLRRLRLRDVLNDDADSSEFAATDAKVAGQEEERRAQQRLALIAVGGRGRWDEPLVSGEIYDPVTDKW
FEIAGFPADVGLACSGAVCGQMFYVYCESDTLVAYHLDKGFWSVIQTSRPPPRLRDYAPTLLCCSSRLLMLCVSWCDRAG
NGSASRRERVMRKLFELDLGSRRWGEASSHPDAPMDLNAAFAAGADTVYAVEMFRVFGKVLDFVTACRVSDTDDHRWRRL
ARNNAAADADAMSSKLKSMAVLHLQLLVRPFHCL*                                             
>Osat_LOC_Os10g03600                                                            
MLLRSGRRLAAGGGGGGGGAPRGSPPGGGSPLNSSRRSSRRPRPSGSSPTSSPGQIRSPPDDGDGQPPPPRRRRRGEPPS
PSPVPGTATSEAAVAGLPIPEEIQEEILLRLPANSVLHCRAVCRSWRHIASTHAFLLRHHRRQPEFPLVTSFRNPAPADQ
WMPNCLDAILLRSAERRPIFSFPRPFCGGFPITASCDGLLIVGGYICNPTTRQRAPISRWTIDNIVGLYRHEPSGEYRVL
YFASSDTPSEVYCPICYCVLAVGSNKPRQIPCSVTPMDEEIIGAPGPMIFGRPVLIHGNLHLHWKKRRGTRYNRILVFNT
VAESFRQLRPPAVNPRNYTRLLAMDGMLAMSVSKERVMDMSIFMLEDYDHEVWVFRYKIKLPTMEIRRFQDQGDWWAEVV
SEEGDILVSCFGWLLHCDNKGNLVSKFQYNDDLPAISPHRIKESLIQHAFFKEGTKK*                      
>Osat_LOC_Os10g03620                                                            
MMEPAHAPGRDRLSALPDNVLRRIMSFLNARQSVQTCVLSRRWRHLWRSLPRINADYTEFCFACLDEKKEKVQEARFKKF
VSTLLLRRDPVPLLDKFWLRYQVSDGNNNEKASAEAGLWISHALQLQTPVVEVLTFQFPLMLDHAVFTSDYLRKLGLSNA
YLRMGFFEQLSRGCPQLEDVFLNDCIILDDEISSTTLKTLNIYASRFSEDYRASISTPSLTSLTLYKPDASVPSLKDMKS
LVSASIILDDNTDIHELLMSLSGVRNLDLECPQKMVTIAKNTQWCPEFKDLVNLSLGQFCLGSKLYALTVFLKNSPKLEK
LTLDPPEVIIDKLEERSFECEHLKIVEVICSEDDSTLLKLVEDIFVTSGMNSLQINRKSSYKQYYSDDFFQI*       
>Osat_LOC_Os10g03660                                                            
MMLQSDFAFLLSAPSTPTTCSTKRCCASWATTATADGLIMEPQQVPINDRLSNLSNDLICRIISNLDSRQAVQTSLLSRR
WRNLWCSLTSIKVDFCEFDGETDSWEGDQARFRKFVNNLLLRRDPVPVLDKFCLRSYIPHGANDQEASADANLWISHALQ
LKAPVVEVDQDIQTRDTLELGGHAVFASQYLTRLVLSAVSFTQGFFKQLEIGCSKLEHLSIYDSIICVDISSKTLKVLII
DNSEFSYDYNTSISTPSATSLTLIDLGGRLPLLKDMGSLVSASVYLTREAIPLDTAINIDQWFMGLSGVRHLALDFPVEV



IKIKDNMQWCPKFNNLVNLTLGRWCLDSKLYALTVFLQNSPKLEKLRLEIDEGYTAKDIKGELKERSFTCEHLKIVEVDC
VEDDPLEVECLEDEPDPLVNRVKKFFRNSGMTSIQINITHLDYHLPYEYNIEDNMQWCSKLNNLVNLTLGRWCLDSKLYA
LTVFLQNSPKLEKLRLEIDEGYTAEKITCELQERSFTCEHLKIVEVACVEDDPLEVTCLEDDDDDDPLVDRVEKFFRDSG
MTSLEYPAAFYDSWRVLSEFQDLLSLLIAFDFGEEATRLQCEMVVKKEEATLLQCEMVVQRYGMDMYKGKRPPFYNAKWL
SKCSLHHPRPPPVRRNASAPLGSPGWLMEPEKAPGRGRLMLSDLPDDLIRRIMSFLYARQAVRTCVLSRRWRDLWRSLTR
INADFCEFKGDTRTWVGDKARFEKFLNALLLRRDPVLLVDKFWLRCPSCSFGVYSLDANLWISHVLQLQAPVLDVRAVGI
SRLNQAVFTSQYLRRLALSSVVLSKGFFNQLKMRCPELECLFLRDCHIHDHHISSQTLKILTINISDFSFVDKYDCCIST
PSVTALTLFGPKGRVPLLQDMASLVSASVYLANDFSNFGTAGDVHRLLTSLSGVKYLALDFDGVNEVQITNENNIQWCPE
FIDLVSLTLGSWCLESNFYGLTVFLQNSPKLEKLTLKLNKVHTRRIVGKLKEKSFTCERLKVVEVICIGDDPLVNCVEEF
FFNSGMTSLQIRINHLDGYELYEPRLYRDEYRRRQYMG*                                         
>Osat_LOC_Os10g03690                                                            
MIIKFQSAHDTYSTNGLRGRGSDTMFKRDAPSTDMISGLPEGVLHRIMSFLTLREAVQTCVLSRRWRNLWLSMPLINADY
KQFFEMTDTKAGYDEALAVAVPMFKRFVNRLLELRDPVASIDKFCLWYSISDDNEDDTESQDAAANRWISQALQKKARVV
EVYGDLVFADLYPLVIDHSVFTSSYLTKVVFSSVLLEDGFFKQLESGCPALEDLSLDDCVISGDEISSQTLKVLTIKDTK
FSMEHKTSINTPSVTSLTLWRPAHGIVVLKDMASVVTASVKPSEFIDEFDARGLRQYLWALSGVKNLEFYYLGELTIEGN
LQLCPKFNNLVNLTLGRWCLDANFYALILFMQNTPRLEKLTLKLHPFRYQQQRIIGELTERSFTCGHLKIVEVICSENDP
LINHLVDFFVSSGMTTAQIHIKH*                                                        
>Osat_LOC_Os10g03730                                                            
MEEPPGKKGPAMDPAQDSGRDWLSGLPEGVLHRIMSFLDSRQAVRTCVLSRRWRDLWRSVPRVHADICDLIPDRIIDVEG
EKAKMVVFNSFVNRLLERRDPTASIETFFCRCCIPDEDGHGSADANRWISYGLQKNAWFLEVVMLLKPLELDPSVFSSIY
LRRIAFDNVFMDQGFFKQLQMGCPALERFDLDGCIVADDEISSNTLKVLTFDTTKFCYEYRISISTPTVTTLGLRNTIGG
KPVLKDVASLVSASVVLYCVETSDFDANDLRHYLWSFSHVKDLIFSYQGKKLTIENNLQWCPKFFNLVGLTLGKWCLNAN
FYALIVFLQNSPRLEKLTLILAEDNWKTTEVFIGDLEERSFTCEHLTSVEVKCWEDDPLVNVVDFFVGSGMSSAQIHIEY
EDNDEDQFHIESDNMVGFELEDEDEDEDEDEDEDEDEDDEDEDGDEDEQRSLFQSKDV*                     
>Osat_LOC_Os10g03740                                                            
MEGRPGRRRRRRVKAPTRAAGMDWISGLPDEILHHIMSFLNARQAVQTCVLSRRWSDLWRTVPCINADFNEFDFIDYQGD
DEDYNDEVAFKRFVNRMLELRDPATMMDKFWLKYKISDGYNEYKDSNVDANRWISHALQKQARVMEVVVFSFPLELDHSV
FTSCYLRKIGFSCVSLHQGFFKQLDAGCPELEELFLHDCTIADEEIFSQSLKVLTIDDTEFSKANKAYISIPSVTSLTLS
SPENSTPMLKDMALLTTTSVSVKFYTFSYGFDANDLRQCLWSLSGVTNLELNYEGTELTFENNLQWCPEFINVVNLTLGQ
WCLDANFYALIVFLQNSARLEKLTLNLAKDR*                                                
>Osat_LOC_Os10g03750                                                            
MEEPPGKKGPAMDPAQDSGRDWLSGLPEGVLHRIMSFLDSRQAVRTCVLSRRWRDLWRSIPRVHADIYDFTPDGTIDGEG
EEDVEEAEVVVVFNRFVNRLLERRDPTASIETFFFRCCIPDEDDDGSADANRWISYGLQKNAWFLEVVVQLNSLELDRSV
FNSIYLRRIAFGNVFMDQGFFKQLQIGCPALERLYLDDCIVADDEISSNTLKVLTFDTTEFCYEHRISISIPTVTTLALR
NTICGKPVLKDVASLVSASVVLYCVESGNFDAYDLRHYLWSFSHVKDLIFSYQGRKLTIENNLQWCPKFFNLVGLTLGKW
CLNANFYALIVFLQNSPRLEKLTLILAEDNCKTSEVFIGELEEKSFTCEHLTSVEMKCWEDDPLVINVVDFFVGSGMSSS
QIHIEYEDDDEDQFHIESDDMFGFEFEYEDEDEDEDEDEDE*                                      
>Osat_LOC_Os10g03760                                                            
MNSQVSKADASQSRIRASTHAHYLFDETPLRRARLPARAMEAPPVKSGWRVMAPAHAGGREDRLSDLPEGVLHRVMSFLD
SRQAVRTCVLSRRWRDVWRTVPRVHADFCDFTLNWTSDDDEVDEAAVAEDEVVFNRFVNRLLELRDPNASIRSFFLRFCR
SDGGDDGSAEGNRWISYALQKNVRILEVSVLSYALELDHSVFSSRYLRTMDFSNVVMNQGFFKQLEMGCPELEELFLDEC
FIVDDEISSQTLKVLTLDATHFCCGFKTSISSPSITSLALHYPMSGKPVLNDMEALVSTSMLLCHVKDDDFAANDLRDYL
WSLYNVEILDFSYHGKKLTMENNLQLCPKFINLVSLTLGPWCLDANFYGLIVFLQNSPILEKLTLELAMYRTGKLQRIIG
QIEERSFTCEHLTSVEVICLEDDPLVNDVVNFFVNSGMSSVQIHIKQWSQSEYE*                         
>Osat_LOC_Os10g03780                                                            
MKRSGDIASLFGNHEAKTMEIPESSSSSNVFIGDEAPVPEEEPRQVPTDAFPRAPPVRRNASSVSATMDRRPGRHKLRRV
KAHVRAARMDRISGLPDKILHHIMSFLNTRQAVQTCVLSRRWRNLWRTMPCINADFDEFDFIAYQGDDEDYNDEVAFKRF
VNQMLELRDPTAMIDTFWLSYIIWDGYNEYKDSNVDANRWISHALQKQARVIEVVVFAFPLELDHSVFTSCYLRKIGFSC
VSLHQGFFKQLDTGCPALEELFLHDCIIADEEILSQSLKVLTIDGTEFSMANKASISIPSVTSLTLSIEDSTPMLKDMEL
LTTASVSVKFNTFIFSYGFDANDLRQCLWSLSGVTNLEFNYEGTELTFENNLQWCPEFIDVVNLTLGQWCLDANFYALIV
FLQNSPRLEKLTLNLAKCIADKSPRIVGELMERSFTCEHLKIVEVKCLEDDPQVISVEDFFASNGMASVQFDIKHWGQYK
DELPAFIRHHKSYIPEIKRHPVIFHMAIKVPHAHHLFDETPLRAWPPWRGVLAVARRKVKTPAHAAGMDWISDLPDEILH
RIMSFLNARQAVQTCVLSRRWRNLWRTVPCINADCKEFDFFGFRRSEVEFKRFVNRLLELRDPIAMMDAFWFRYHKLDTD
TTSSADTNRWISHALQKQARVLEAVMYPCHLLDLDHSSFTSRYLRRIGFSGVRLDQGFFKQLEAGCPALEDLFLHHCTIE
DDKISSQTLKVLTIDRTYFLIAINATDVQKKSISAPSVTSLTMYSPEGSLHILKDMTSLVTASVSFSEFRVHFDANDFYQ
YLWSLSGVTNLEFNYQGPKLKIENNLQWCPEFVNVVNLTLGKWCLDANFYALTVFLQNSPKLQKLTLKLAKCTSEIHQRI
IGELTERSFTCEHLKIIEVICLENDPQVIRVKDFFASSGITSVQFHIKHWSQLKEDKLPAFTRIPIPSH*          
>Osat_LOC_Os10g03850                                                            
MPPRALPPVEDDAGRDWLGDLPEEVLHHIMSFLDARQAVRTCVLSRRWRNLWRTVPCINADFDEFDLVFYQGDDEDYDDV
LAFKRFVNRLLELRDPTAMIDTFWLRYTTRPEGNTNSNEDAYGWISHALQKQARVLEVVVFCCLFELDHSVFTSCYLRRI
AFSGIVLCKGFFAQLEAGCPALEDLFLHQCGVHDDEISSHTLKVLTFDSVFFYMPMDTVEFTLLNKTSISLPSVTSLTIS
TPEGFTPILKDTASVVTASVSVSVTMSSFRFRFDANDLGQYLQSLSGITNLEFNYQGSKLTIENHLQWCPEFLNVVNLTL



GQWCLDSNFYALIVFLQNSPRLQKLTLKLEKSNMRISRRIIGELTEISFTCEHLNTVEVICSENDPQVITVQDFFVSSGM
TSVQFHIKHWSPYANDLPAFIRSI*MPPRALPPVEDDAGRDWLGDLPEEVLHHIMSFLDARQAVRTCVLSRRWRNLWRTV
PCINADFDEFDLVFYQGDDEDYDDVLAFKRFVNRLLELRDPTAMIDTFWLRYTTRPEGNTNSNEDAYGWISHALQKQARV
LEVVVFCCLFELDHSVFTSCYLRRIAFSGIVLCKGFFAQLEAGCPALEDLFLHQCGVHDDEISSHTLKVLTFDSVFFYMP
MDTVEFTLLNKTSISLPSVTSLTISTPEGFTPILKDTASVVTASVSVSVTMSSFRFRFDANDLGQYLQSLSGITNLEFNY
QGSKLTIENHLQWCPEFLNVVNLTLGQWCLDSNFYALIVFLQNSPRLQKLTLKLEKVNAFVQMCTDPT*MPPRALPPVED
DAGRDWLGDLPEEVLHHIMSFLDARQAVRTCVLSRRWRNLWRTVPCINADFDEFDLVFYQGDDEDYDDVLAFKRFVNRLL
ELRDPTAMIDTFWLRYTTRPEGNTNSNEDAYGWISHALQKQARVLEVVVFCCLFELDHSVFTSCYLRRIAFSGIVLCKGF
FAQLEAGCPALEDLFLHQCGVHDDEISSHTLKVLTFDSVFFYMPMDTVEFTLLNKTSISLPSVTSLTISTPEGFTPILKD
TASVVTASVSVSVTMSSFRFRFDANDLGQYLQSLSGITNLEFNYQGSKVCIFLLHSMHLYLGVNLKNLKLSMVLFLLATS
*MHFIEHLAITLSPPLEITIVRLPGRSWRLDGVEEEPCCRRRHGGSRVAAGHPETPSSTLRRRRLPLSCTASSSTSPRFA
ISPSRVDNRKPFAMVPGIPQCCQPDSWSMVPGFKLLCPNCLPSELT*                                 
>Osat_LOC_Os10g03870                                                            
MPLRARPPMEDAAGRDRLSDLPDEILHRIMSFLNARQAVQTCVLSRRWRNLWHTVPCINADFVEFDSIGYQGPVVPFKRF
VNRLLEFRDPASVIDTFLLKYAMPDRLDGYKASNEEANRWIGHALQKQARILEVAVFFFPLDLDHSVFTSFYLRRIEFSH
VYLRKGFFEQIETGCPLLEDLLLHQCFIWDGEISSQTLKVLTVDATELYTVKEMSISTPNLTSLTLSGLEYPKAVLKDMP
LLVTASVSVTFDALNFDGYYDANDLRQYLWGLSAVRNLEFHYEGAELMIANNSQWCPEFVDVVNLTLGEWCLDANFHALI
VFLQNSPRLVKLTLKLAKDRWTTPQRIIGELEERSFTCEHLKIVEVICLENDPQVIGVEDFFVRSGMTSVQFHIKHWRKD
EEYKLPAFIQY*                                                                    
>Osat_LOC_Os10g03910                                                            
MEGSPSKRRGVTAPAHTDDGDWFSDVPDDVILNIMSFLTTRQAVQTCVLSRRWLNLWRSVPCINADVGEFQRSDTEWEEY
DQERESAFKMFMDRVLELRNPAAPIRTFRFRCCRLDGFEGTSDEADMNRWITHAMQKQPWVLDILVLYDALKLDHSAFTC
RYLTRIKFINVLMMPGFFQQLEMGCPVLENLFLDESIVADVEISSRTLKVLTIKSTQFSYKFRTTISTPSVTYLKLWRPV
NGIYVFNDMPLLVTSILVLYDVQDSSDFCQNLRSLSAAKRLEFDYFGRKLTMENNLQLYPKFNNLVSLTLGQWCLDANFY
GLVVFLQNAPKLEKLTLELEKNTPERIIGKLEDRSFTCEHLTRVEVVCSEGDPLVKDVVNFFVNSGLTSAQVQIIRWC* 
>Osat_LOC_Os10g04370                                                            
MRTTRRHPLHDAIDAARWDAEPPLGRLVVVAHAAFLHAGFVPYSAGGSSSASRRPLPDEIGAVASSLSLRYTVPELLRRT
TTQRRRSRAETAVLRLCAHGDHVVFYGYLTGDANQVQRLQTTRHWACIDALSVASVLLSGDLDATAHALADDGAGLWKKL
AGGLARRLFVDMCRKNSRLLPPRLTSLPPDLQEDILRRLAVEDIAAMYFTCTGLRDLIAGSEVLNNNFQWGELWMNFAWS
QGYLRRWLPSPARVVVGRRSQTTSFVAGDGEDRCRWRDPTKQMIERFVEKRSKVLAAGGDGGRRRPVMAARGRRRGDKGA
ASSRQKWMHR*                                                                     
>Osat_LOC_Os10g04590                                                            
MSSRRPRRLLLTLPDEVLEEIFLRLDALPDLARASAACATFRRLITARAFLRRLHSLHPRPLLGFFKREGPSCEFFPAAP
PHSSSAAASAVARGAADLTFSFLPATPGGWRLRNIRRGLALLSTRDGGGGCFFPDVVVCDPLHRRYAQIPQIPDDLAAPI
RRSGSLPKGFDYLLAPARREEEEEEEEDSSFKVVCRPRLTEECDITVFVFSSGAGIWRAATLGSSLATAISVTSRPRCVH
RCVYWLTRFLDRLLILDTDEMELSMFDNFPPSTGFVLNHTTAAIAEAGEDRLGVFNLDVHNVNLLSRAIRGSADEQWRHD
KTIPLLPGYSIWRFVNHADVDGYILLGGVLGSGLQSDPITDGLQYFSLDLKTFRLERLCPMTIYQARNSPTELYTSFPPP
LSLSSI*                                                                         
>Osat_LOC_Os10g04700                                                            
MSDHGDEMTCRRQRRRRRTSPAAPAPPPVLPPDNDDLIQEILLRLPSHPSSLPRASLVCKQWRRLVSDPAFLRRFRARHR
DPPLLGVFKDELHHPVFRSVLDPPDLIPPDRFALRLDDYRAASLLGCRHGLVLIFNYNTCEFLVWDPVSGDRRRVAVPQE
LDGGERSVMNGAVLCAAGDDGHVHGGGFRSCHFKVVLIGASKMDGRIFASIYSSVTGEWGDAIFTGPVSTIYYFGSPAIL
VGNSLYWLLSVWGPHILEFNLETSTLAVIDGNWPQMNFSSDCHYCIMRGEDGNVGLAILSYRGFQMWERKVTLGGAAKWV
LWKTVKLHDILGLSSAVQREKTDIVGYSEDPNAFILVVDTDFYMFRVDSMQSKKLFDCNVVTRCHPFTSFYTAAMEAIGP
DE*                                                                             
>Osat_LOC_Os10g04750                                                            
MMNRRRQRPTSPAPPLDNDDLLSEILLRLPPQPSSLPRASLVCKRWRRLVSDHGFLRRFRARHHFSLDLWKNKTNCDDAT
GWVLERTIQLDKLLSVEPGPRITSPCLGFVEEHNMLFVSTRIGAFLVHLE*                             
>Osat_LOC_Os10g04780                                                            
MNRLRHRRAISLAPPVTLPDDDDLLSEILLHLPPRPSSLPRASLVCKRWRRLVTDPAFHRRFRARHRNPPPLIGVFEDYL
GYPFFRSVLDPPDLIPRECFRLRLAEDEGGQWHFYGCRHGRLLLFNRAKNEIVVWVPDTGDHRQVAVPPEIDGKEKIIWN
GAVLSAATADDGPFRVVLVGVAGNNTQMFACVYCSESGKWSDLISVAAPFLVFFFRDPGILAGNALYWMAYGERWLTVLQ
FDLDKQTLSVIEWPYDSEPYSQTWLTEGDCLGAATLSRSSLQMWERKVCSGGVAKWVLQKTYELKNVLNPEFRLKIGYLT
KLGYAQDIKVMFLWADHSVFMLQLDTLQAKKVWESCVIAPIHPYASTYVAGTYVFSI*                      
>Osat_LOC_Os10g04850                                                            
MARRRRRRRRAAPSPTSALDGDDILREILVRLPTSPSSLPRASLVCKQWRRVVSDPAFLRRYRAHHGEPLLLGFFADHCG
YPVFRSIHDAPDRIPPEHFLMPRDKGAGRCNWDVLGCRHGRVLVYNRTRNEITVWDPATGHRSCAAAPPELGDDKEKIVF
NGAADVWGDLITLECPPVYDTCLPSTLIGYSLYWLFSGEEEGILEFDLGRQSLATIEMPSEFLHYNSHRSFQIMPAEDGG
ICLAILSYQIMELWERKISSDGVGVAEWTMLKKIELGVILGLGHMGGWQNLIVAYDEDYQLIFVRTINGVFMIHLESMQF
KNLGKDNFDGILHAYSAFCTAVGDLPRAERRVGTISEIMGFDEDDSNSADPPKGAGTVEGNAAAPSCETIPDEGMVDNEN
LDYVWNHGERIGEGFKCKYCKMTRKSGRGTRLKEHLAGRRHNVIACSGVPPKVRKAMRISLNKVKQRTKAAKNRRAKMKK
PNTQNMVRHGVHNNSKEQQMQMAKQLSLEEFHYRQKMEKRGSTFEYGGGSDSRSAPDACCNVAGSCVGGGVVLPQPSSKT



RLKLHGMDADDVYRGASAQTEIGTSELRKAWAEWFHNNGIPGIKADCPYFRRAMELTQQLGFNVAVPTGAEIDGAYLDAD
EEEINVDAINAEKSCEAVLDMPLITWTKKHIGKNHKANKKYHEMANTLTQDLGSPGSKRKRVEVKQGKQPMNNKEEFMGS
DDMSNMPR*                                                                       
>Osat_LOC_Os10g04980                                                            
MGAAISCCGCPPRRRAGAADDAAAGLTDDILAEIFLRLPPHPACLRRVSLVSRRFRRVVTSRRFLRRFSDLHGGAPGAPL
VGFFSNHNHGPWADTRFIPVGVDGTGDSRRSRCRSRRATAARNPGGVLALGDDAEWHVIGCRGGRVLLLSPTRLRLLVLE
PMLGRRQYIPAPPAPEYRPAYFSNAAVVSAAGGHDELRLRPHLFRVVFVSSNAATKRSTAFVYNSATFRWTKAAATEMSS
VIDGRPSVLIGQTLYWHLISHGLVAFNLETHELHEILVPADAFDDVHDANLSIVVPRSGGGGVGLAAVSGYILQLWTLRD
YTHGASTWDLRNIVVLDALLPLRNARLPPPPQLPASAKPMPLVWLMALDEDENVGYVWTAAGVFAVQLDTMNYHKVLGPV
CRGMQFVFPYKSFFLPQGGSAAMIM*                                                      
>Osat_LOC_Os10g05200                                                            
MDPPPVPSPFRRRRLGDAGDEPSPVSILPDDVLAEILHILPPDPSSLPCLSLVCKRWRRLVSDPAFHRRFHSHARRRRAP
LLGFFHNSFNVPCFVPTGRAPDRVPAEAFSLRRHPGRWLFLGCRGGRALLASPFSVCRLLMVWDPLSGEPCSAAPPCSAT
LASATAPPHSAWSSPSSTSAAAPAPASTPRFPANGARWSVGGR*                                    
>Osat_LOC_Os10g05210                                                            
MANMLPDDALIEILLHLPKHPTCLLRASLVCKHWRYLIRDNKFIKRFRAFHQTPPVLGIFTNSTSIPRFLPIGNPPECVT
VGAFSLPDPYWHVLGCRHSRVLLISSSWNSLQVWNPMTGNRYAVPVTPDVNPRINYGRVPESHAAVLCAAGHNDHGDCSS
CPFFIVWVFTNIGYAYISRYSSEKDTWDMMASSPAPSEVDSRPSILVGNVIYWPLKSKHILAFELATSRLYHIECPPETH
SVYRRNVHIMKAEDGGLGLATMTGFNLQLWALEINSGGVTGWVLRKTIELGAVLPLEVPSVPLTDSHLVRRPPVRILGLV
EEDDLFFIWTAVGVFAVQLKSLQFKKVFEADVSATFYPYTAFYTTGADINMLLLQFVFCSLFNPAYAC*MANMLPDDALI
EILLHLPKHPTCLLRASLVCKHWRYLIRDNKFIKRFRAFHQTPPVLGIFTNSTSIPRFLPIGNPPECVTVGAFSLPDPYW
HVLGCRHSRVLLISSSWNSLQVWNPMTGNRYAVPVTPDVNPRINYGRVPESHAAVLCAAGHNDHGDCSSCPFFIVWVFTN
IGYAYISRYSSEKDTWDMMASSPAPSEVDSRPSILVGNVIYWPLKSKHILAFELATSRLYHIECPPETHSVYRRNVHIMK
AEDGGLGLATMTGFNLQLWALEINSGGVTGWVLRKTIELGAVLPLEVPSVPLTDSHLVRRPPVRILGLVEEDDLFFIWTA
VGVFAVQLKSLQFKKVFEADVSATFYPYTAFYTTGAA*                                          
>Osat_LOC_Os10g05240                                                            
MISHTTPPPPPPPPETDEMPPEMDEMPLSDDVLREILLRVPPLPTQLIRAGAVCRRWRRIAAEPGFLRRYRAHHGEPPLL
GFFVNPRGREPLFRATLDAPDRVPPERFSIRLHDDTELGGNWYYHGCRHGRLLLLNWKSGLGCRQILIWDPVSGDLIHLS
PPPQLDALKGVFFQATVICAATTAAGDHVHGDNCKSNPFKVVLVGTDRSTAFAFVYSSETGDWGDHAAETPVGNCISLGC
RCIQIGDFLYWMLFGYDNNILEFNLVNHSLSVVYVPTHIHEDHDGLYPITLQEGTELGLIVMSRSCMQIWQWMIDFDGLP
GWLPLEPIYLDNLLHLSAGECVNPTKVLGFSQDYNELFVASSTRIFMVNLESLRFKELCKMDEFLDSPDSRPIYAVYPIA
SFYDADSSSSSA*                                                                   
>Osat_LOC_Os10g05500                                                            
MSLSRPLAAAAAATVPDELHLEIMVRLPALPQALARASAVCPEWRRVVRDAAFLRRHRELHGGVPATAGFFHNTVVFGGA
PGGARFVCAGAGPLALSVPPSVSRQGVPCCHTHVNPGDAWTVLDCRGGRVLLGCCRFSCYFLVYNPITGKRCLVKAASHK
RLHLHHSIRCNATLICDDDDADADGPFRVAAVYTTVTDGGRLFGAAFLSRTGRWTTAPQVFVDLPRGIDLRGEPSAVVGS
TAYLSAYSYLVLAFDVEHWTMATFQRPPRCGNARLMKTRGDGVLGLVGALELTVRLWAREAGGWVLRSTVELSDMGLLRD
LPSAPLPSSDARFPLLPPVKIIGVAEEGDAVFLWTMLGIFMFCPGSMELKKVCEETRDIEMVHPYASFYVPTRNSRRRQ*
>Osat_LOC_Os10g05520                                                            
MADVTGGHSSPPAAAAETLPDDVLAEILLRLPPHPSFLSSASLVSKRWLRHTRNPSFLRRFREFHRTAPVLGFFLNSSHG
ALFFPTDAPLCRIADQVASLRRNTGDGLWWLVGCRHGRVLLRSCDWANLLVWDPMTEGFVCFPAPIQMVQADADRDAAVF
CAASAGDEDRRSGAFNVAVVFVSGDHVFGCMFSSAIGAWGDVISTPVTLPLLMIYDEPAALAGEALYWIVNGSSLLEFNC
GSQSLALISRPSDMPATHRWNIRPVSLEDDLLGLAFFNDFCLHLWVREVADDGATNWVPRKSVEMDKLLSLPVATEDSRR
RIVPAWICGFSGDGNVVFIGTPAGIFLVELDTLKFKKVTDGSLLIKTVHPYESFYYVPNEKGGKQESAIVGNQVSEAGGK
*                                                                               
>Osat_LOC_Os10g05530                                                            
MSAAAEAEAAAVESLPDDVVAEILLCLPPHPSFVSGASLVCKRWLHLIRSPSFLRRVCAFHRTPPVLGFFHNYRDLPSFV
PAEGVPGRNRMDGVDDGGDARMFIDCRHGRALLRRYDWADLVVWDPMTGERRRIAGPNQKMQGGGAGTSRRSAALFCSCD
VSGGGGDQDCHSSPFHVVVVFTGGCRAFACVYSSLTDAWGDLISTPAPLPCELCDTPPALVGEASYWLSYGGLILEFQFG
SQSLTLMKRPLEMLADVRLVRLEEDGLGLAFIKDSTLHLWAREVADDGAPKWKWIPRRAIELDKFLPMPRVLTGKWCGEM
FVSISGFSEDGNVVFIRTLAGVFLVWLEALKFKKMSDPLYMMTVHPYSSFYVPNGMGSSLSFFILCCLVLFLANEKISSV
FLLVLNPVLCVSLWFRSESK*MSAAAEAEAAAVESLPDDVVAEILLCLPPHPSFVSGASLVCKRWLHLIRSPSFLRRVCA
FHRTPPVLGFFHNYRDLPSFVPAEGVPGRNRMDGVDDGGDARMFIDCRHGRALLRRYDWADLVVWDPMTGERRRIAGPNQ
KMQGGGAGTSRRSAALFCSCDVSGGGGDQDCHSSPFHVVVVFTGGCRAFACVYSSLTDAWGDLISTPAPLPCELCDTPPA
LVGEASYWLSYGGLILEFQFGSQSLTLMKRPLEMLADVRLVRLEEDGLGLAFIKDSTLHLWAREVADDGAPKWKWIPRRA
IELDKFLPMPRVLTGKWCGEMFVSISGFSEDGNVVFIRTLAGVFLVWLEALKFKKMSDPLYMMTVHPYSSFYVPNANVTE
*MSAAAEAEAAAVESLPDDVVAEILLCLPPHPSFVSGASLVCKRWLHLIRSPSFLRRVCAFHRTPPVLGFFHNYRDLPSF
VPAEGVPGRNRMDGVDDGGDARMFIDCRHGRALLRRYDWADLVVWDPMTGERRRIAGPNQKMQGGGAGTSRRSAALFCSC
DVSGGGGDQDCHSSPFHVVVVFTGGCRAFACVYSSLTDAWGDLISTPAPLPCELCDTPPALVGEASYWLSYGGLILEFQF
GSQSLTLMKRPLEMLADVRLVRLEEDGLGLAFIKDSTLHLWAREVADDGAPKWKWIPRRAIELDKFLPMPRVLTGKWCGE
MFVSISGFSEDGNVVFIRTLAGVFLVWLEALKFKKMSDPLYMMTVHPYSSFYVPNE*                       
>Osat_LOC_Os10g05540                                                            



MSEATAGHSSAAAAESAPDDVIAEILLRLPPHPSFLSRASLVCNRWRRLARDPGFLRRLRAFHRTPPVLGFFHNSPDLPR
FVPAEGVPGRVAAEAASLRRDGDDGMWWCVDCRHGRALLRSRDWAELLVWDPMTGERRCITVSSQIQEGALDLNAAVFCA
ASGGGDQDCHSSPFHVVVVFTTGQCHGRVFACVYSSGIDAWGDPISTPVTSPCELYEEPPVLVGEALYWLLDGSRILEFE
FGNQCLCLALIDHPVENHAILKRNIRLVRMEDDDVLGLAFVKDFSLHLWAREVADDGASQWIPRRAIELDMILPLEGYRC
RAMPIWICGFAEDGDVVFIRTVAGVFLVWLDTLKFKKVSGSLLMKTVYSYASFYVPNG*                     
>Osat_LOC_Os10g05800                                                            
MASASGLVNAALPDDLLAEVFRRVAAAGGKADLDSCALVCRRWRGVERASRRAARVPVDGPDGDAVVRCVADRFPGLADV
FLDHGLYIAAGASAAAAERSRAQGWDNENPKLDEQHMQCSTLSEDTQKENGSDGVNPTSFTDAGLLHLIEGCKGLEKLTL
NWFLHISEKGLVGIANRCRNLQSLALSGGYVQNHGLITLAEGCNLSELKLCGVQELTDEGLVEFVKIRSKSLVSLDISFC
NGCITYRSLYAIGTYCHNLEVLSVESKHVNENKGMISVAKGCQYLKSLKMVWLGVGDEALEAIGSSCSALENLSLDNLNK
CSDRSLFSIANGCKQLKSLIIKSSVKFTDRSIERVSQNCKMLQHMEINMCHIMESAALEHIGQRCINLLGLTLNSLWIDN
NAFLGFGRCCFLLKSVCLANCCKISDEAISHIAQGCKNLRELSIISCPQIGDEALLSVGENCKELRELTLHGLGRLNDTG
LATVDQCRFLERLDICGCNQITDYGLTTIIRECHDLVHLNISDTKKIGDTTLAKVGEGFRKLKHLMMLRCDAISDVGLED
IARGCLQLEACGVFRCSQVTPAGVAALAGGSSRLQRIIVEKCKVPEEATGKCRMINDPILISYY*MASASGLVNAALPDD
LLAEVFRRVAAAGGKADLDSCALVCRRWRGVERASRRAARVPVDGPDGDAVVRCVADRFPGLADVFLDHGLYIAAGASAA
AAERSRAQGWDNENPKLDEQHMQCSTLSEDTQKENGSDGVNPTSFTDAGLLHLIEGCKGLEKLTLNWFLHISEKGLVGIA
NRCRNLQSLALSGGYVQNHGLITLAEGCNLSELKLCGVQELTDEGLVEFVKIRSKSLVSLDISFCNGCITYRSLYAIGTY
CHNLEVLSVESKHVNENKGMISVAKGCQYLKSLKMVWLGVGDEALEAIGSSCSALENLSLDNLNKCSDRSLFSIANGCKQ
LKSLIIKSSVKFTDRSIERVSQNCKMLQHMEINMCHIMESAALEHIGQRCINLLGLTLNSLWIDNNAFLGFGRCCFLLKS
VCLANCCKISDEAISHIAQGCKNLRELSIISCPQIGDEALLSVGENCKELRELTLHGLGRLNDTGLATVDQCRFLERKLV
TPH*                                                                            
>Osat_LOC_Os10g06700                                                            
MSEKETLHHHHHRRRLPSTAPSPSPSPLDDDDLLQEILLRLPPDASTLPTASAVCKRWRRLAFEPGFRRRFVARHEPPFL
GFFFPYDFDPVFSFNAGFRSTTAQHHLPAHRFLPEREIGLRWEIVNCCKGLALFRITFRGGCKCKEFMVVDPISGDRRLL
PFPLVDGKFLSATVVPAAADRRSFRVVAVFAERNTFTSVFASVYSSDAGVWSDYVSRLCLPWEVWVLRPSVLAGNAVHWF
LDGYNVLMFDLESQKLGFSELPLDAKDDEDFPHRCRCQIIPAGDGRLGLAVIVGSTMQLWEREIGDGSDATWLLRRTLQL
NFLPLEAEGRKLIVGVAEENSSILLWTRVGLFMVHLKFLQVRKVYGEISVDNYYPYSSF*                    
>Osat_LOC_Os10g10390                                                            
MDATAELDDRLLAVILLRLPSAAALARAATVCRRWRRVASSPTFLRLFRRLHRHAPPLLGFFVCNNGFAVSRKVGGELVG
EVVDPAFLPTFHPVPREFEGAISRCGHFSLASLPDVDRWALADTRDGLLLLCSTFNDRMSIPRNFVVANPVSGRSVLVRD
ARFYQLDAESAYLGAALRIDDDNDGGAGGVLCFEIIVVTYFMPGPRLCVFSSRSGAWTVHPYSDAGTAIMPMLGAFSDDM
HTNGSVYWLINDDDDDDDDNPYLLALDARTKQFSNIKLPRAMWTRYRGNMCVMRSDDGELRVVAFAAAALDFWHLDKSRS
SRGR*                                                                           
>Osat_LOC_Os10g10410                                                            
MGGKRKARAPPAADATAAALDYRLLAHILLRLPSPAALARAATVCRRWRRVASSPTFLRLFRQLHHPPPLLGFFVCNNGF
AVSRSIADSELVGEVVDPTFLPRLTPRGFLGAVNRCIDFSLDSLPYDEHWALADTHDGLLLLCTKFADRMDIPDNFAICD
PVSGRSVLLHVAPVTNSAYLGAALRTDDSDGGGVVCSFEFEIILVTCYNMWEPRLYVFSSRSGQWTVHAYIPMLPMLSAF
SGDMHANGSVYWLIDDGGDGGAYLLALDARTKQFSIIKLLSSMRTRYDGNMRVIRSDDGELRVVAFAAAAARLEFWHLDK
SRSSRGRWVRESRVELAHVDGVMELCVDADDDVARIMDAGEGFVFLKHYGSEWVFALDVQAMVLFRLPHRRYYFGPALPY
RLVLKPPLPASCGLIN*                                                               
>Osat_LOC_Os10g10420                                                            
MPPRRRGAPRGAAAARLAPYHKGWLSRRRRRGRTNRRARNDDRDGNGGAFSDVPDSVLANVFTRFPDAADLVRCAATCRR
WSRVITDAAVLLCRSLPLPQPVLPRLALGFFYQEAAAGKRKRSAAAGQTCRFVPTAAGARLLGPSLSPFVEDGEYSRPVT
SRNGRVVLELRREGHADGLKLCVWNPMTGDVATLPPLHGDDKPGAYACALLTADDLDDPPPSSPTFFRVVVVYNRRTYTA
LRSYSSDTGRWSAEARRSSGPKMSSYTLHNLRQSVVHGGVAYWPLAHTAFAVRADTPEPEEMPMPPAVPKAPPHDHLLGI
SPDGKLSFIVTSRYFDGSAGVSSCYHLAFGSNGGCTREQVSVCTWRVRLHELRVHRSDAMNLRWFCERSGLLFFTIDAKG
SSTPGAYVLNIATKELEKVADDIDCRSWTNFVGYEMDQASYYLSSVAC*                               
>Osat_LOC_Os10g10980                                                            
MTSHRRRTTSPSPAQAQPLEDDDLLSEILLRLPAKPSSLPRASLVCKRWRRVVSDAVFLRRFRSHHGKPPLLGFFKVSYR
NPIFIPTLDPPDRISAARFSLQLPLPGGGGGSPPVFGHFYHMFAFRHGRALIYDRSLLQITVWDPVTGDRRAVDIPEPFG
RRPAYVSNWAMRCVDGHVHGGCHSSPFEVVVIGFNKYRRRLFTCVYSSDTGNWGKIDVLPEMHGDGGDQIAPAEDGGLLF
LAVRDFSLNLWKHKINSDSAAAGWVLEKTIELDRLLPFEPRPDTDTPAPMNILGFAEEHNVVFLATAIGVFMVNLESAI*
>Osat_LOC_Os10g12200                                                            
MSVGCHQSPYCGGGRGWLSPRCRTSGGFREYDTGRGRASLTDDVLAAIFTRLPNAADVVRCAATCRRWASVVAKEADALS
RALPPLPGLALGLFHQDRQDTAGAATTNTRKRKRRSTGLECSAPPCFVPTASGARLLGFNLPSTTALRSGGQHGHGVLDL
SHSRPIASRNGRLVLELQSEGHVDRSLRLCVCNPMMGDVAVLPTLLGNDRPKIYACTLLTGADLDLDRPRHASSDFFRVL
IIYNRDRFTAFRSYSSDTCSWSMETKKTSGPKLTNWDLGKLGQGIVLHGVAYWPLKRTALAVRFDTPAPAQVRMPPDGVP
NPLQQLRLLSVTPDGKLCLLDAGNGAGYASFVRTVFEASTGEWVRECSVTSTRLKVKSAADINLRWFCENSGILLFTLGR
GSSNPGTFAMSLATKEVEKLHDSVDCSSWRNFVGYEMDGVTYLKSIA*                                
>Osat_LOC_Os10g17930                                                            
MLPPPPLRSVAASGDGWLSLSVSTESTGSGESNKRLKRGGGGGSVEDDGFPLHDEVLLLVFAASSLDLHDLVRCTATCRR
WRRLVTGNAEYICRSMLPSSRLIRDLAVGFFHQSHEDESSSSVVPPRFVPLPSASSRFGGGELDRVLDNPGLFKNSRLVA



SRKGRLVVELRRASRAAALRLVVCNPMTGDMSVLPVLSGKDRPGLYACALLTADDLQDSADPLPPGPAAFRLVVLYKRRS
FTACRSYSSDTNAWSTERKLSGVKIGGKRLGDMAAGVTFRGRVFWLVNSVVFVLHLDTLVATTENISWHWRWNGKPCFCL
GDPVPNRRLAVSPDGRLCVVQVGRNLRTYNPVINVFARHDSGGCNGSTAQKIRWKVEEAHDVELSHLIPLANVKRVCLRG
VCEKSGLIFLAIGADMYAKKPDLALYALDMEKKEARLVPAPPGRCCVRRSSWSFFGYELDRVDYLASLAGGDSTAR*   
>Osat_LOC_Os10g17940                                                            
MSSPPPPPPPCPAAACDDGWLSLSVSTVSGESNQKRLKRGGGGGGGGVGGGAVEDDGCPLHDEVLLLVFAECSLETDDLV
RCAATCRRWRRLVAGDAEYICRRKPPSRRYVGALAVGFVQQRRQENSSSSSGAPPPPRFIPLPSYSSRFAGGGELDKVFD
SGLLSNSRLIASRKGLLVLELRRSSRAAAVRLVVCNPMTGDMATLPILAGKDRPGHYACALITFDDHEGAPDRLGFVHDP
AAFRLLLVYKRRNFTACRSYWSDTKAWDAEGKLSGAKIGGRRLGEMTGAVAVRGSVFWLLKNLLFVVRLGALKATTETFP
SKWCSKLCFCYGSPVQNRQLAVTPDGRLCAVQVDRHVTSNNTVRINVISRHDGYGPPTWECDNARDVELNRVLPMANVRR
VCLRGVCERSGVVFLAIGTDLYNQQPDLALYALDMDKKEARKVAAPPGHCRRLSSSFFGYEMDRVAYLASLSGGESIAS*
>Osat_LOC_Os10g21930                                                            
MGALLSSPNSKNQPWEHGEASKADSSKKLRMSAPPLSGGYDHPGLIPGLPDEISLQILARMPRMGYLNAKMVSRSWKAAI
TGVELYRVRKELGVSEEWLYMLTKSDDGKLVWNAFDPVCGQWQRLPLMPGISHGGECKRGIPGLWLGDLLSAGIRVSDVI
RGWLGQRDSLDRLPFCGCAIGTVNGCIYVLGGFSRGSAMKCVWRYDPFVNAWQEVSSMSTGRAFCKASLLNNKLYVVGGV
SKGKNGLAPLQSAEVFDPRTGIWVEVPDIPFSKAQALPTAFLAELLKPIATGMTSFGGKLYVPQSLYSWPFFVDVGGEIF
DPETNSWAEMPVGMGEGWPARQAGTKLSAVIDGDLYALEPSTSSDRGKIKIYDPQEDAWKVAIGQVPVGDFAESECPYLL
AGFLGKLNLIIKDVDSKINIMQTDVLKPVELSAPGNGPTCQNQQLSSEQETNLWKVIVSKNLAAAELVSCQVLNI*    
>Osat_LOC_Os10g24010                                                            
MAAADLLPDDVLEEILRRLAPSPRSLAACRVVCKAWRAAVDTRCPPPRPDLLPLSLAGIFFSGFYFAHEYLPGFFARRGH
HHCDRIFPKLDYLDDAPISKLEAIDHCNGLLLMQEYIVNPATRRWARLPPTPEWSPAGSDLEAVVTDSCREEYLVFDPTV
SPHYEVFSIPELVFCRGDDKDNAESVVRQHEWPPSPFVVQVYSSATGRWEKRSLVRRGEAAGTIADVHYSSWMASHHLYG
VYWRGALHVQMKNNDVIRITLLDDKYQVIKSPSDINLNNHPYIYLGRSKKGVWLLHEVLLGGGQMEWMLIHDVSLEQIMA
DFRWNPEAVKPWIKHNTYRGENKNNEEISEDESPGWDSEDDSIVVYTEDMVYDWLWASCTWRRYMGRDDDGVL*      
>Osat_LOC_Os10g24900                                                            
MMSTLIDGLPNEVALQCLARVPFLSHPVLQMVCHSWRASVRNGELSKVRNQISATEDLLCVLAFEPENMWQLYDPLRDKW
ITLPVMPSQIRNIARFGVASVAGKLYVIGGGSDRVDPLTGDHDRIFASNEVWSYDPLCRLWVQRAPMLVARAMFACCALD
GNIIVAGGFTNCRKSISKAEIYNPEADTWEPLPDLRQAHSSACSGLVIKGKMHVLHKGLPTVQILEDGNAWAVEDYSWLQ
GPMAMVRGELYVLSNSCIMKQRGVNFPDKMVSCASEFQSRIGFGMIGLGDNIYLVGGVIGPGPRNQCIKPLSDVDILNVT
SERPTWLPGSPMTHCRGSISGCALLRI*                                                    
>Osat_LOC_Os10g25210                                                            
MGSSPAAAAVEELTRLYRELPRRPSAEEVEAAAAAVLASEAEAEGAAARLARAEAAAAEGGVSGELLDLLREARANAVLP
AIGLLRRRKEAEIVMEVERRFKVFDGLLARASRVAEAGEERVDSAPAESVEEDVRRTPRGFTGGLDDEMVLCEILVRLPA
RSVLRCRAVCTAWRRLTSDPAFLRAHHHRQRDLPLIYFRRGGSDRVGAIDLHAAQLRPVVDHTWPPLGYTVIASCDGLLL
LSSGRFYICNPATNHWAEIPQLVDADFLGLYPHNPSGEYRVLYGEFHGEEECVYHILTLGSDEPRCITMTMGSETVEQPL
AREFLMHARGDRSVLVRGNLHWYLRHRDGGCKIMVFDTASESFQWMRHPAIPGWVSLLEMDSTLVFSAVECTTRIDLWVL
QDYERSTWACKHRIELPMAQIRQFPECNLEHLGWSAMVVSVEGDVLVRCSNRILHCDRKGNVLASFQFDGQLPMNCLHRL
KENLVVHPFFQM*                                                                   
>Osat_LOC_Os10g25660                                                            
MEPGAALRAYLPDDLVADILTRLPARSVCRFRAVCRSWRALATERQFVLAHAARDRAAAVPMNHHHRKVHPPFSPSPRRG
GGEPTVMLAFVMICRRNEPDRSFYLESREDGACKLLGCWDGMMCIDVRRDSPACRDGIVVVNPISMAYAVVRSPMPDGGE
FIAGYAHPDTFAFHLMYCCHNQGKVIFQVIKAGDSQWREIAADRLAISGIDFDKQGISSVALHGGLHWQLRTNSGQWVML
VYDMVTEKFRSIAAPQCAITWVRGLSVLSGRLCSIVIPESMTAEIWVLEDYHEHRSWHCIREIDMAASAERINLENFWDS
DLRMFLKVDVEQGIEHEVQEIIIHHGNKIISQPCSVYELRRNEAVYNVRHNVWHKSTMCFNEESIMYKESIVPYQMSFGM
KSQFCERKRGALQFSEGQHVYHLPL*                                                      
>Osat_LOC_Os10g25680                                                            
MRWTMPPHSWDHDAAGSSRAATHVPPLRCRDIWHGDNDAGGAIEGAEEGDEEDEEGDEDGDRDLQSKRPKVRGFGEESPQ
HSGVNASFFGLESTHFPGSDEHGHFKLSHCPENELDFGLSLFPNDGVNENPGDGNVGDVEISGGENSEDVEIRMDLSDDL
LHLIFSFLGQRDLCKAGASCKQWRSASMHEDFWKCLKFENTRISLQNFVDICHRYQNVTYLNLSGVPHAELLVMEAITCL
RHLKTLIMGKGQLGEAFFQLLSECPLLTTLTVSDASLGSGIQEVTVNHDGLRELQILKCRALRISVRCSQLQILSLRRTG
MAHVSLNCPQLVELDFQSCHKLSDNAIRQAATACPLLASLDMSSCSCVTDETLREIANSCPNLSVLDASNCPNISFESVR
LPMLVDLRLLSCEGITSASMAAIAYSRLLEALQLDNCSLLTSVSLDLPHLKNISLVHLRKFAELTLRSPVLSYIKVSRCS
VLHRVSITSNALQKLVLQKQESLSSLSLLCNNLIDVDLSDCESLTNAVCEVFSDGGGCPLLRSLILDNCESLSTVELNSS
SMVNLSLAGCRSMTLLKLSCPNLQNVNLDGCDHLERASFCPVGLESLNLGICPKLSDLHIEAPKMSLLELKGCGVLSQAS
INCPRLTSLDASFCRKLMDDSLSQTAEACPLIENLILSSCVSIDLNGLSSLHCLHKLALLDLSYTFLTNLKPVFDSCPQL
KILKLSACKYLSDSSLDALYREGALPMLVELDLSYSSIGQTAIEELLSCCTNLVNVNLNGCTNLHQLVCGSDDCSSGDMP
VDVCPPDSAPVRSEEISERSDRLLEVLNCTGCPNIKKVIIPSMTTYLRLSKINLNLSTNLKEVDLTCSNLYTLNLSNCSS
LEVLKLDCPRLTNLQLLACTMLQDEELESAISRCSALEILNVHSCPKINVLDFSRLRVVCPSLKRIQSSLIT*       
>Osat_LOC_Os10g26990                                                            
MDSAARASQSAAPPPPGAGVRVRAPLVESVSCYCRLDTGLKTVVDARKFVPGAKMCMQPDVKPNKCKSRGSRKERSRTQA
PLLPGLPDDLAIACLIRVPRVEHPNLRIVCKRWNRLLSGNYYYSLRKRNGMAEEWVYVFKRDREGKISWHAFDPLHQLWK
SLPPVPAEYSEALGFGCAVLSGCYLYLFGGKDPLRGSMRRVVFYNARTNKWHRAPDMLRKRHFFGSCVINNCLYVAGGEC



EGIQRTLPSAEVYDPNRNRWACVAEMNNGMVPFIGVVYDGKWFLKGLDSHRQVTSEVYLPSSNLWSTIDDEMVTGWRNPS
ITFNGKLYSSDCRDGCKLRVYDPNTGTWAKFMDSKHHLGSSRAFEAAALVTLNGKLCIVRNNMSITLVDISDPTMSIETD
SARMWETVARKGQHRSFVANLWSTIAGRNLKSHIIHCQVLQV*                                     
>Osat_LOC_Os10g34300                                                            
MAVEHKKAVGSVWLPDDVFFSILSYLPAKPVARFRSVSHSWRDMLSSAPFVQLHLRRANRPGQLKVFFHTGLPVDNDLPD
KHFYYTWQQDGGPAKKLMRHGFSGGFSRITKPLHGLVLLFLFHSYGRGFFVLNPCTNALLTLPDTKYPLKNNRHLGTNLS
GKYRSPGYMYWSYGLGYCSATGEYKVVRLFSLPYDPEAAATFCEVFVLDAPAYWRPTAQQPPAPADHNVKVMVTDPPVFL
NGLFYFLCRDGLDVITLDVGDETFGSPPPLPVANMALDRNNKCVVLGVDLNGSGTSATPPEILLNPEDAVATAAETHLSP
ETTTATCRFRSEYPPELSLFEESLVPLGRTLEEIVFSSPATRAWSEVLKLLPARTVSDLSLVCREWRAMVTTNRFIRSHA
VHSNLIATHPRIKLVVDTPRDYLDASGFADLDDLIISGNRPRMCTSTSFICSPPCHGLNLGTFRRTNYLFNPCTGYQVEL
CPPDYDYDDRVFDGVMALGYDAATGAHLAVHLDCWNFETRAYELRCRTQLVGGHEVWKPAESPPRAADMEVPAAYANGKI
YWVVDRKFGPQPSSTAAAACELLVFDMEARKFEVIQGPPCRLPRFNFGPIGPPGERDPKKYQKRVVRNKYRKRKIEPCHR
HGESRITLLELHGALCVACSDPATDAIDMWMVKDDGAWSVEYRLEIGELSPEYSLETTSPMAIDPVDGRILLNTGTSLGY
YDPKTRALETIYSVDIRHDNEGLRYRFCPVICQESLVCPLPGKY*                                   
>Osat_LOC_Os10g34340                                                            
MESLPEDVLLEIFSRLPARSAARLRAMSRSWRAELSSPSFVDLHLRRANTTAPPKLFCCPCDDKLMLADQWCLYDLQLGG
GPGRELVRGGEFGDVLPAPLTKPLRGLVLVMCYGRNGVYVCNPSTGGEALALPDTELPSKATFRPSLGPGPPYYRNVAYG
LGYCSAAKEFKVVRMFSEGHYEETATRCEVFVLDSPADGGGMVSFNVADESFGSLPAPPPLAAAVYGVADWRIRERMTEL
DGCLCVCQYACGSDGHGPCRLWLLRRHGGGDETAARWEKLCCIDPIPWPSRSIVPLCMYGEKILMRTGRSVVFAVDAAAC
GGGAPEILFRPDEHEATAGEFEDTQLPALGLYEESLVPVGRTVEEIVFSSPATRAWSDVLKWLPARTVSELSVVCKAWRA
MVTTDRFIRSHAVHANMAARRPRIRFVMDPVGGVPADIDRHTDEIHEPDISPKPFVCSQPCHGLNVGSFSDVLDFVCNPI
MDYHEELPLIESDDDYDDDGDDDIFYGRIALGYDEEIYWLVDPALGPASATTTTPPTSACELVALDCRNAVARHHYDVVR
GPPMPPCGRVSVLRLHGALCVACSDRDANAIDVWAMQQGAGTAVWSMVYRIELAGYSPEYTSEKTTVMGVDPTSGRILLN
TEQSLGYYDPKTGELETIYRVRRMYQEANDGSGAWYDGRFCAVVCEESLFWYPVWRDYAQ*                   
>Osat_LOC_Os10g35920                                                            
MGENKWMGKRWEDMDTDVLVKIFKELNLVELSPVSQVCRLWHLACSDPLIWSTLDFGLLKSNYIQTRASPYIWVDDRSDK
RLSRILRVAMSISYGNVSCLIFHYNLYMKDEHLHYISERSPHLKRLVMPAWNRITKFGICQAIQRWEELESLTMPTIGHP
PYIMEEIARSCKNFAELKVMGSFDDLFASAIATHLPKLKVLSLRCSKVTMSALLWLLDNMANLEVLNISHCLLFEIVANG
RRQVIHELDDQTLQKASRLREFHHCQSRSCLACQRMMADEGIMRWYRYEDWFWRRDEVSSLDLQDYGKLFDAECEALTAV
E*                                                                              
>Osat_LOC_Os10g36310                                                            
MAESEEASTPPRPPCKRPRHADHPVLPDDLVVGHILARVPAAAVVRLRAVCRAWRAALTSDHFVRVRRALRTATDDGRPE
IVFFAPAAAGGSATAAFYTCKLASDGSGSSAARELVTVGNLPAEDDLVVLTTKPCNGLTLLFQASSSEYYVCNLSTGEHV
SLPPYAAAAKPDPYDDGAYGRSSTGLGFDPAAGEHKVVRLYEEEKERGQERCEMYSLVSGGGWRPSAGRVPPGVTRCLEG
RSPVFLDGCFYWHMDTARLGAVEASILLGSPPVRVILSLSLATEQFGWIPTPEELAREVSHLAELDGSLCAVVDLRLVAE
EYELWTWSGAAAPSSPSASWSRRCRISLTSLERPMRDELGLGLRVLPLCTSPDGKVLLATSRHKVYAYDAGSNRVDTVFS
MHHWVDVPVEPALMLNIALHEESVVAVGGGRRRRGDVGRQLKMEVGKSGVVVGKRAGRLDRHPSDPKPEAFQMMKRMIGL
AQILFHN*                                                                        
>Osat_LOC_Os10g41650                                                            
MDPLGGRRRRTAASESGGGWMKGCTSVRARDTRSRNRKRKRTVVPPAAATFPDLLPEEIVVEILARLPVKSLLRFKSVCR
GWRAIISEPSFIRTQLQCSASKQEPSILISPHTLLGRCDIQPPVGGLGDWPNNFSTQISFYQWQRGASIARFMDATAFPA
NEFHLVCHFAHCDGLVLAPTDTNLYLFNPATRDTITLPDGHGDNHHHGTEMEACYAAGLGLDPVTRKYKVVRAFYRSMDP
IRMGMEVFTVGETGAGCGWRETVTDPPYPVSRWLTAFTVNGGYLFWYMDRFRYPNDTLHGGLLWFSLQDQAFRVTLLPHS
LDPALDDKVRPDVLHGELCVLHANSDTMPVTIWTTNSPSFDDWERRYCIYVSRLCHPMGLLGDGGMLLWAKHTIHRYDLW
SDELTAVCELGGIRYQGGRPPRWKNLFNFSVMPYTESLVRITAAA*                                  
>Osat_LOC_Os10g41829                                                            
MAAGWVPERWRRWAVDLGRRAREQLRCNHIRPPPPPSSSFVGISGALLRRMDDTMNMKKRKRTVGPAAAAATFPELPEEI
VMEILARLPVKSLLRFKSVCRGWRAIISEPSFIPGAELQ*                                        
>Osat_LOC_Os11g03610                                                            
MEDNVLVSSKIHGRSKSTTAKRNCIICGQRISKRRRTQHNFQKISRGQLNLQRTRPCLLNFQSLPKDIVLRVMSKLTLKE
VAQLSVVSTNWRQAWTFHPNLYFGIKTALGNNAKRKGTSSDLNCRISSGNKFIKRVDAILEKHCGTMGCHLQRMELHAPN
LTTFEYDGSLALVTLNECSNIKASTIRLFDEKTLQNILTGIPSVLPHVETLYVEVHVKTQMSGFTQSPLKFTQLKCLTLE
ITFERGSFDRNSVFQLTNLFVAAPFLEDLYLDMYCSLNRCPLDLDDIVDQPHYHLKMVCIFGFCGNTGQVELAKCILRNA
LILEQMIIDPKGRYRLDGYFGRQEADEKLVPEDIDGVLTIL*                                      
>Osat_LOC_Os11g03680                                                            
MAEMVRLPEQQRRRPLTIANLPEEILSEILLLLPPKSILQCRAVCKVWRDVTSDRAFLLPHHCRQPPQRLLTFIRDVGSR
HDDLDILDYCVEAVDFRTHQFQSLARFTGQDYDCSLEDSPFTVHASCDGLLLMSYNNYLHLCNPTTRQWLWVFPPALQHD
TVLGLYSHGHSSEYRVLYYREIGLGPEFYISIVGSGKERSIWPHSSSASLRKWLAKGKEETQFNEPFLFHGNLHWLPHLG
GQNKIVVFDTLDEVFRWLHVPFKMHNMSSLLEIEGSLAMSNSHIGSSKVDLWLLQDYKHMVWVHKYRIELPVIEIRRFEE
DDGWYLHIVSQEGDVLVDGFDWQFHYDIKGNLLEKFQCSGRMLNITPHILQESLVPHEVCQILNNESRHEPHFFRGL*  
>Osat_LOC_Os11g05660                                                            
MDELRAPACGGGVGTVIEDLPTDVLALVLRRLDGASLAAVGCACSSFRELAVDQETWRGLCLALWPSVRDVLGCGGGGGG



DGYRAFFADAFPFPEAAAAVASAAPAPVPGSLPSRLVSAVDLHHGGVCIMSRVVETDTSSAWFLGSPFRVDALVQEGFSA
PSPITPSSLTLSWILIDPASGRAMNASSRRPVAVDRKWLTGETVARFTVMLGGGVALDAAVTCDDRYGHVREVSLCVEDG
EGGGVSGQDGLGAVAAAMAGARRGKGAEAAARQRYEEFVKGKRARKEWKARREGIVDLCCSGVGAAAFVGFLVMLTFR* 
>Osat_LOC_Os11g06420                                                            
MSFRSIVRDVRDGFGSLSRRGFEVRILGHRRGKSHGAVHELHDPVPVIQSSCWASLPPELLRDIIERLEESEATWPSRKH
VVACAGVCRTWREMCKEIVKNPELCGKITFPISLRQPGPRDGTMQCFIRRDKSTQTYYLYLSLGSAVLVDNGKFLLSAKR
NWHATCTEYVISMNANNLSRSTNTNIGKLRSNFLGTKFVIYDTHTPYNATSDSQSGKTSRRFSNKGTAKHPCSTYSIANI
SYELNVFGTRGPRRMCCLMHSIPASSLEAGGTVPSQPDSILAHSLNESSFRSVSFSKSSVMDHSMHFSSAQFSDISIGDG
PRIGGRVLSDDEECKETPLILQNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLIAATQPAAGAPTPSQPVPPPPPEHDKV
ILQFGKVAKDMFTMDYHYPLSAFQAFAISLSSFDTKLACE*                                       
>Osat_LOC_Os11g06580                                                            
MSRHRSPSRSPLDDDDLLGEILLRLPPIPSSLARAACVCSRWRRLVSDPALRRRLRAHHRDHLPLHGFFYHSDHSARLWP
ILERPDRIPAWRVAPTEKLLPGWQVLSCSHGLVLHKDREKFMVLDPVAGEQHAVPFPSSVEDTSGFVLGMVVPSRRSSSY
RVVALFAGRSTSTRVAAYVYSSESGSWGDSDSPIATLVLPSKAKHRARHGTIVGSVIHWFLDGHKVLTFDLERQILAIIE
LPPEVVKDTDSFYEFRCQIIPALDDGVGEVRLAVLADPNMQFWERKKTGGDGSGAAYTWVLSSTVRLNFPSIESIRSDLK
YQVLGFDDESNAIFIWVQNVLFMVYLRSMQSRKVLDHWPPADIFPYSSL*                              
>Osat_LOC_Os11g07970                                                            
METSSSRGRSGSAGLKRRRGPGGGGGGSGSTAQALNDDTLRSVFSRLDDHFDLARCSTVCNSWNRVIDTAHLMRDLYYKR
NPQARSSGSNTSIKSYFKELALDEHASSFSRGPAEVYQWIGHPNQATICRMKSGSILTGVGDKTLRLWSAESCKYMNEYI
VPSSKMLVNFDFDENKIVGLTSSQLCIWRRSEPRSIFQSRGASFNRGLCMSYADPEVIIGCEDGRAFVYDMYSRSCSSIY
RLHSSPLTCLTITDDQLIAAGSTFGNVAIADQTSGQKLGVLKSAFAPTAIRCLSFSTSGHLIFAGSSAGYAHCWDLRTLR
PLWEKRVSPNVIYSAHHLPGDTATLAVGGIDGVLRLICQRTGETIRSFIVNADRPAASSSHQQVEKKSVRQVAPNARLDN
IPTRLRPQITCLAVGMKKIVTTHGENYIRVWKFRPKSS*                                         
>Osat_LOC_Os11g09360                                                            
MRQEGADVRGSHKIKKTTADVEGGGEWINALPEEVLQHVMSFLPAKQAVRTCVLARRWRHLWKSMPALRSIHARIMKVEL
HEHNDNFFSSQAASYLPALDELPSMEALWMKFCYIDGEKISSQSLKELTMIDCIFFRQFRISAPSLVRLEITDCVGKAPV
LEIMPSLVKAFIRFRDSRDICGKEEFGGSCTNASCDNCGANGVDSGDCVLLKGISMAKSLELVAEPGAYMYSVN*     
>Osat_LOC_Os11g09395                                                            
MTDVTGLIPVMSSADSHDSTSRLLPAEVEVGMGRPIRRSFGRQPYKSPSVYEKVGKGARHLFDGMATRRDGGRRREGLTA
EENSGEDWLSTLPDEILHNVLSFLPAHEAVWTCLLSRRWRNLWRSAPVLRIRHRWVGVERFNKFVNNLLLLRDPVPLDEL
EFQTYTYWPTMMPRPCIYEVKYAELWIRHALMCKARVLRVLVQSEHLAPLELSMPLISKHLTTLQLRSVKLDNHALDFSN
CPVLEDLQMNCCTISTPYNIFSQSLKRLCITKRNRTETNFIDDLSSLPALEDLVIGLSIGSPRFRSSRVVLFAMDEQQ* 
>Osat_LOC_Os11g09418                                                            
MATRRDGSSRREGLTAEEDGGEDWLSTLPDEILHNVLSFLPAHEAVWTCVLSRRWRNLWRSAPVLRIRNAKRWGGMAKFD
KFFNNLLLLRDPVPLDELEFQTVLGICKLHPLQPSFRLLKYANTWIRHALMCNVRVLRVLVQYQYDLPLLKVNMPLISEH
LKTLELRRVLLDKRALDFSSCPSLEELEMNFCGNSTTNKIFSQSLKRLCITDGRFTDDLSSLPALQDLEMESCGICTEKL
VCQSLKHLCFTRCHFEEPTHISAPGLISLQLNDIWGWTPSLETLPLLVTASVKLGKESMGCCSECTFHPGTCADCDGDPD
SSFKCEFLRDLSNAVNLELAAEDGMCMFKQDLTWCPRFSKVKTLLLDGWVVGHDFYAVVCFLQHTPILEKLTLQLCEGHE
RMVEIEESSRSVGRMVQFEHLQTVEVRCLRNDEWVHKILKILNTYGITPDKITIQIQKELESMATGGNSLPSPSCADDKK
RRVCYYYDPGIAHIKFSDDHVMVPARVAMAHSLVGVYGMLGDMSRLRTRPATEAEIRRFHSPEYVDLLRDLTPESYFNDA
ALRQKAEDDHGIGGKDDCPAFDRLWKYCRGYAGGSLAAARALVDGASDIAINWSGGMHHASACKATGFCYVNDIVLAINE
LLGTFRRVIYVDIDAHHGDGVQNAFLDSNRVMTLSFHRYGKITPHKNFFPGSGAINEIGAGAGEHYSVNVPLDAGVRADV
YHTLFKPIVGKAMEVFQPEAIVLQCGADSLSGDRLGGMELSVRGHAECVGFLRGFNLPLLLVGGGGYTINHVASTWCYET
AVAVGKERELPDDIEIPSHGYELMYKNQGDKLHYQKSTATAARKRSSSAEVTKGKVLEHLSQIERAPSVQFQERRGGNNA
AGVELYYDRPPSLEDDEPAQRLHRLCFPGLTKRIKLRWCLVEVRKCKRKWDQLQR*                        
>Osat_LOC_Os11g09474                                                            
MSPKSKKAAVEGGGGGDHIGALPDALLWHVLSFLQSKEVVRTCVLARRWRHLWKSVPVLRVTGADEAIHKFMDHLQLLRD
RSPLEACVFAFCLYSKHDAPFANLWIRYVLSCQVRVLTLDIIGLRLIDLPVVSGFLTTLELGGMSVHGKFLDFSSCPALE
ELKMTKCTISADKISSQSLKRLSICECKLKSDGRTVISVPSLLFLQLIAFKGRTPFLEDMPLLVTAKVILSGYHCCVLLK
GLADASNLELIADPKVWFESAENCALICILQHSPFLEKLTLQLSKKPDINMRSRAIYNSMGKSFASDNLKTVEVKCQDID
KKVHKLIMSLNSYGIPPEKINIQQTNESYESGGTGKSWPPAAASGKEAAPFANHSALASNPRSTGCSEESISCALFLHVL
YSPHCVLSRFGARHLFDVMPHPRPRGGGDRLGALPDEALQHVLPFLPLPEAVRTGALARRWRHLWKSMPVLRITGEGRVL
NRSGVRRLNRFVNHLLLLRDRSARLDACEINLGTFRSQDDPQINLWIRHVLLCEARDLRVHLSIDNNSFEMENLALVSRH
LTRLELSNVVLKDHFLNFSSCPALEELVTRNCHIEAEEILSESLKWLTAVDCVFSSYPRTRISLPSLVALELTEPWGSTP
VLESMPSLLTASIKLTDCDDHCGKEEFGGSCDDNACDNCGANGGSSGDCVLLDGLSEAKSLELIAKPRVFIFRSDLMWCP
TFGKLKTLLLNEWSVAIDLVELICFLQHTPVLEKLTLQLCEGPVNWMENEGSYDPTENPFASKQLKVVEVKFEKFDLRVH
KIIMIFSTYGVNIEQIYIQRSVVHSEEPTDDSGAGPSRVRTPPISTSENAQLKITIDQMLGQQQELLAQQQQQQHFLSQL
QRRQQILCDITAQLSKYAAPPISQRPPQANLYPSGQHGHIIRVATDELFRLVPHRTSWCHIGGQQPIAQGRFDCPAMGHV
ELGGRTFDPFTRAVRLGPSMCCHTQRV*                                                    
>Osat_LOC_Os11g09478                                                            
MSDEDPSWCLVSFHADAGDQKYSVCGVTLLRFHSSRRFLSSFDARKVFDGMSPESKKALVEGGGDDRISFLPTALLQHVL
SFLQAKEVVRTCVLARRWRHLWKSMPILRVTGAGDARAFHTFTYHLLLLRDRSPLESCTFDFNVFSKDDMPIVNLWIRYV



LLCQVRVLTLAIGGHQLTDLPVVSPILTRLELSRLSVNGKFLDFSSCPALKELKMTNCEISADKISSKSLKRLRICECKF
KSKMRTRISVPSLLFLKLIAVKGRTPFLEDMPVLVAAKVLLLDFYCKDCCDGNDPGYCPAGCCVLLKGLADATNLELIAD
PEVFILKRDLRWCPTFTNLKTLLLSQWFESSDHCALICILQHSPVLEKLTLQLSKKSVINVRSRAIYNSMEKSFTSENLK
TVEVKCQDIDQRVHKLMKSLNSYGIPLERINIQQTNQFSECKFSIDNLYSYTFLLHL*                      
>Osat_LOC_Os11g09580                                                            
MRKMSAASSGRVKIGDLPDDLLRRVVSLLSARQAVQTSALSRRWRHLWRSAPLLQILPNDGFRTVRGLNEFAKHLLLLRD
RAALLDACVINFDCCEFESYQDLPDDPDVGLWLRHAVSCQAQWIRVEIYVEDDPLCLPDLPLVSKHLRVLELKYVKIKDS
LVDFSGCPALEHLKFWGGFIHAHTISSPSVKHMIMDGCGFNRKFRTRISVPSLISLQLKHFWGATPFLEDMPLLVTASVS
LSDDCRDRCVNTEFGKCGDPGCFDCGANKVIDCDGCVLLQGLSGTSTLELKAESRVFMFRRDLRWCPMFSKLKTLLVNEW
FMNSNMSELACLLEHAPLVEKITLQLSTQQVYLLQEPYNFVEIEDSDKPLKQAFPFKNLKIVEIKCHEGDERVNTVLKIL
SQNSVPLEKINVLQTKRRPRCI*                                                         
>Osat_LOC_Os11g09600                                                            
MAPTRGGSKRACVGSGGGGDRISDLPDEVIHRVLWFLPTHEAVKTSLLSRRWRELWKSTRRLSIAGLSRSPHLLSTTGSG
GSSPATVDKLSKFVNHLLLSRKQGPLDECRFSFDGFKDMDGAQVDMWIRYVLDNVWQLRVLLINLGTSIHVKLAGTPLVS
ENLDNYDALCGLCANCRDNDNISGTCLLLRGLSRCTYLELSPSYQMLTFERDLRWCPTFSNLRTLVLSDYNLDGGFHALL
CFLQQTPVVQKLTLKLRKIHGPTVDISSYLKRPVVLRHLRIVEVKCPVSVQEEIFKLWKILITWGRYIVQFNIERLI*  
>Osat_LOC_Os11g09640                                                            
MPTGKEGMEEPLPTDADHIGALPDTVLHHVLSFLPSQDAVRTCVLAKRWLDLWKSVTALRIGDRDKRKLWTVKGLQGFVD
HFLLLRESVPLHTCVLRFIVFSEDLNETSRLNLWIKHALLRMVQFLQVSIRQNTAFYHQINLGILPFVSRHLSMLELHGV
RMVGSFLDFSRCPALQHLEFDRCELPCDKILSESLKLLRITRCKFSQTSRVRICVPSLVSLRLDDFYRRTPVLERMPSLV
EAFVRVVHRTYDCCGYDYINSGDCGNEHCKSCHGIKDDNNCVLLDGLSEAKTLALIDGTISFIFNRDLKWCPTFSKLKTL
LLNEYWCVPDEFSALACILEHAPVLENLILQLYSEGPKHTMKIKGNCHPMDRSAAISGHLETVEIRCEVVDKRVLKVLKY
LSTFNILFSFEQVKISEEDDSDDNDQEDEEDDDDDFYGEEEEEEEEDDEDEDD*MPTGKEGMEEPLPTDADHIGALPDTV
LHHVLSFLPSQDAVRTCVLAKRWLDLWKSVTALRIGDRDKRKLWTVKGLQGFVDHFLLLRESVPLHTCVLRFIVFSEDLN
ETSRLNLWIKHALLRMVQFLQVSIRQNTAFYHQINLGILPFVSRHLSMLELHGVRMVGSFLDFSRCPALQHLEFDRCELP
CDKILSESLKLLRITRCKFSQTSRVRICVPSLVSLRLDDFYRRTPVLERMPSLVEAFVRVVHRTYDCCGYDYINSGDCGN
EHCKSCHGIKDDNNCVLLDGLSEAKTLALIDGTISVCLHVNSIIFPIISIVVSISTSGCS*                   
>Osat_LOC_Os11g09670                                                            
MSARKEAKGSAGGDRIGALPDEVLHRVLSFLPAQDAVRTCVLAPRWRHLWKSATGLRVGEDESNLGSVKEQQEFLDHLLV
LRDSAPLETCVLRFNWYDDDDFEDIFRLNVWFRYAIHRKVRFLRLDVWQEEEFGNPVPIDEQPIVSQHLTRLQLYGIVLN
DGLLDFSSCPSLEHLVFESCVFECAKISSNSVKHLSITFSNFPAGTSRVRIDIPSLVSLRLDRIYDRKPVLERMPSLVDA
FVSVPSSSEDFCGESDSGDCGRDGCESCYGFTNKNCVLLEGLSEAKMLVLINEDESFIFKRDLKWCPTFSKLKTLILNGY
WCVPDDSHMLARILEHSPALEKLVFQLGYQAYKRTNKIKGILNPMERSAGISEHLQIVEVQCNAIDGQVLKVLKYLSTFK
IYFSLEEATIES*MSARKEAKGSAGGDRIGALPDEVLHRVLSFLPAQDAVRTCVLAPRWRHLWKSATGLRVGEDESNLGS
VKEQQEFLDHLLVLRDSAPLETCVLRFNWYDDDDFEDIFRLNVWFRYAIHRKVRFLRLDVWQEEEFGNPVPIDEQPIVSQ
HLTRLQLYGIVLNDGLLDFSSCPSLEHLVFESCVFECAKISSNSVKHLSITFSNFPAGTSRVRIDIPSLVSLRLDRIYDR
KPVLERMPSLVDAFVSVPSSSEDFCGESDSGDCGRDGCESCYGFTNKNCVLLEGLSEAKMLVLINEDESVCLHFHL*   
>Osat_LOC_Os11g09690                                                            
MSQRKKAKELPGSTGGDRIGALPDEVLHHVLSFLPAQEAVQTCLLARRWLHLWKSATGLRIGEDDIYLRCVKDQKEFLNR
LLLLRDGAPLDTCVLRFRWLVWFRDEGLDDTVRVNHWFRHALLHKVRFLLLDVDICYHSPFLMDEMPLVSRHLTRLQLKN
IGLNNSFLNFSSCPALEHLVFESCKFDCAKISSSSAKRLSIADSYFSETSRVRIAIPSLVSLQLDYFHGRTPVLETMPSL
LDAFVRVLYWTKDYCIWSDSGDCGHENCESCYGIKDNNCVLLEGLSEAKTLGLISEHGSCTKLHSSTCTGSGESHSSDLF
QVFSFEEIEILEEDENDQDEEEEDEDEDEDSYENPFEDENEDSYKGEHEDEDNEDEDEDDDDEDEDEDEDEDEE*     
>Osat_LOC_Os11g09970                                                            
MSPRKKAKESPGSTGGDRIGDLPDEVLHHVLSFLPAQEAVRTCLLARRWRHLWKSATGVRIGEGETDPGSVKDHQEFLDH
LLVLRDSVPMETCVLRFSEHSKELIEDAARLNFWFKHALLRKVRFLQLENWEFYDPVPIDELPLVSRHLTRLQLYGISLN
DSFLNFSSCPALEHLLFEFCFFECAKISSNSVKRLSITCCSFNATLRVRVDVPSLVSLRLDEFDNRAPVLERMPSLVDAF
VRIFFYTKDFCSESNSGDCSHEGCESCYGIKDNKCVLLEGLSNAKTLVLINKQKSFIFRRDLKWCPTFTKLKTLLLNEYW
CVPDDYSALACILEHSPVLENLILQIYSEGPEHIMKINGNCSSVDRSAAISAHLEIVEIRCEMIDNFVDEVLKYLSTFNI
LYVDVAILNSSLLLALIAPMSFAMWTIFNFEEIGIFDDDEDEDEDRDGDDDEDSYEDDDDKDEDEDSYEDDDDEDEDEDS
YEEGNEDDNEDA*                                                                   
>Osat_LOC_Os11g10180                                                            
MASGADRISDLPDDVIHHVLSLLPSRDAVRTCALARRWRDLWRSVPAVRVAGDRGWASFDALARFVDSLLRLRRGGAALD
ACDFDLRFDGAFPGEELQGDTWIRRALRRQVRALRFAVSTHPRVPIPLSDSPLVSHSLTTLELRGVQGNDQVLDFSSCPS
LVDLKMKDCYVGGLEMWSPSLKHLSITYCVFYCDYRTRMDFPSLVTFKFNTNTGRTPLLETMPSLATAAVRLDHFCHDRC
ANGWYDDCGDAGCKGCHDYYRPDEYDCVFLEGLTEATDLTLLAYSKVYLFNRDLKWCSTFSKLKTLFLNAWFVAPDLSAL
AWFLQHAPLLERLFLRVSKVPKNLVGMDGSFNQLEQPFAASHLQIVEIYCREVDGIILKILKVLNANGVPLEKISIRCSG
CELSMNTHASYYAVVNMCCRAKHCP*                                                      
>Osat_LOC_Os11g10240                                                            
MSPKQKSLRSKRMAEASEEDGIDVLPDALLQHILSFLPAEDAVKTCVLSRRWRHLWKLTPILCITNTERWRSPKDFIKLV
NHLVLFRGSSPLHKFEIKINSCAHWMIMSGDSNPFHCAIMWVMYALMCQVQVLTIKNMHAYIEMDDGFSLFSRHLTELNL
SGLDFRKFVLNFSSCPALEYIYFSASCCFNSVEKILSQSVKYLTFDFPEFSEHHRTHIYAPNLITLRLDDCWGRVPFLES



MPSLIAAFVRPHRDSDDLCSNTYSGNCEDEYCHGCYGMVDNAGNDSAKCVLLGGLSEAKKLELIAGPEMRIFRSDLRWCP
LFSKLKSLLLNEWCVANNFWALACILEHSPVLLKLTLQISKETKPMIGAVENYSALVKPAAISKHLKVVKVHCKEVDEGV
CETVKFLSTLDVVVLIRRMDRSTNLFSFEEGNSSSSHDEGSSR*MSPKQKSLRSKRMAEASEEDGIDVLPDALLQHILSF
LPAEDAVKTCVLSRRWRHLWKLTPILCITNTERWRSPKDFIKLVNHLVLFRGSSPLHKFEIKINSCAHWMIMSGDSNPFH
CAIMWVMYALMCQVQVLTIKNMHAYIEMDDGFSLFSRHLTELNLSGLDFRKFVLNFSSCPALEYIYFSASCCFNSVEKIL
SQSVKYLTFDFPEFSEHHRTHIYAPNLITLRLDDCWGRVPFLESMPSLIAAFVRPHRDSDDLCSNTYSGNCEDEYCHGCY
GMVDNAGNDSAKCVLLGGLSEAKKLELIAGPEMRIFRSDLRWCPLFSKLKSLLLNEWCVANNFWALACILEHSPVLLKLT
LQISKETKPMIGAVENYSALVKPAAISKHLKVVKVHCKEVDEGVCETVKFLSTLDVVVLIRRMDRSTNR*          
>Osat_LOC_Os11g10300                                                            
MEFLLPFYNILPVYPIRAGLLEDAAPRLPTPPPATPPQKSPVEALRSSAAPRRAEDRREVEAATQRLVKPGDHPISSCLC
VAQCPGYARHLFDGMSPSEECGIDDLPDELLQQILSLLSADEAVKTCVLSRRWRHLWKSTDILRVAYSTDRWKSSDEFKK
FVNHLVLLRGISPLRELDLRFNARRYEDVVHDGGSDPYQCVMLWVMYAVMCRVQVLKIHNLDQIDIEVYKGMPLVSPHLT
KIELSGIELKNCFLNFSSCPALKELYFTKNCGFDSVYEILSRSIQCLHIFHCQFDEYCDGCHCRYEVSDDSESVLLGGLT
EAENLKLIAGPNIEYKSMVELETEENDNPLWKPAAISEHLKVVKVHCKEVDEGVYKIGKWLSTLDKKVIIKQRKQQPKRK
LTVDIFSFFQYF*                                                                   
>Osat_LOC_Os11g10330                                                            
MRPQGKTLEMGKRALPRSSDGDEDRTGDLPDGILHHILGSLPARDAARTCVLARRWRHLWKFATGLRITDREMREPAPME
KLQDFVDHLLLLRGRAPLETCWLNLTRLSSDGDARRVNLWFRHAVLCEVQVLRLDLILNGFQLKLDDLPLASRCLAKLNL
SGVHLMHSFPDFSCCPVLEHLDIFFCDLSDAKKITSQSMKCLNIRHCTFSQISRTRISAPNLISLRLENYWHRTPVFEVM
PLIVDAFVRVHDRSGDWYSCTSGNADFEECLCEDCDFCHSNTNCVIMQALSQAKNLVLSAHEQEFIFKKELMRCPTFSNL
KTLLLINCFCVAFDLHGITSILRHTPVIEKLILEFFFEVTEHDDEVEMKGSCSQMERSSAISKHLKLVIVKCNAIDGRIT
KILKFLSTFNICFSFE*                                                               
>Osat_LOC_Os11g10340                                                            
MPPRRRGSRGEEMAEASKEGGINALPDELLQHVLSLLSADEAVKTCVLSRRWRHLWRSTDVLRLDADKERWKSSKRFKKF
VNHLVLFRGCSPLREFDLEFSSCREKDEKGEDSDEDESDDDRGEDESDEDSDGDESDEHSDDGESDDDSDEDEDSNPFQC
VMMWVMYALICQVQVLKIHNFNERYIEIDGGMPLVSQHLTKIELSGIVLKDCFLNFSSCPALKELYFTKNCCFDSVKKIF
SQSMQCLRIFCCQFSEYHRTLIYAPSLIRLFLEGFWGRTPFLERMPSLVEASVRPHQDCDDWCSNTYTGNCEDEDCDGCH
GMIDKIGNSSNCVLLGGLSEAKSLKLIAGPEIIIFGSDLRWCPMFSKLKNLLLNEWCLLSNFWALACILEHSPVLRKLTL
QISKEAKSMMQTEENDNPLRKPAAISEHLKVVKVHCKEVDEVVYKIGKWLSTLDIKVLIKRRNQSPKRFCSSKV*     
>Osat_LOC_Os11g10370                                                            
MSPPGEAGRRGKGAARPSDDRIGHLPDEVLHDIIGLLPAPDAVRTCVLARRWRHLWKSATGLRIADDDGVGLVPMEELRD
FVDHLLLLRGRAPLDTCELSFAGLSSDGGGGDARLVDLWFRHAVLCEVQALRLNAPRSASRLVLDGLPLVSGRLAKLELA
HLNLVHNFLDFSSCPVLEHLEIVLCSLSDAERISSQSLKRLNITACDFSEIFRTRIDVPNLLSLRLDNYIITGLLCSRAC
RY*                                                                             
>Osat_LOC_Os11g10400                                                            
MLHSSSQLRGSMVLHSPIPTAVGFGELGVDRLSSSGAAAEAADCESARPPSLLARILHCEFQAICCSRCSLDARRLFDGM
PPGEAPPPTGGDRIGGLPDGVLQHILGFLPPHEAVRTCVLARRWRHLWKSVAALRITNWDWRKVVPMEEFRYFVHHLLLR
RGRAPIDEFELDLAELSDRDTLRVNRWFRHAVMCQARVLRLDIRVSRGSELELENLPVVSRHLQKLDLYGVKLMHNFLDF
SSCPVLQHLEIAGCDLSDSNARKISSLSIKHLNISGCNFSDTFHTHIYAPNLLSLGLVNYMNQSPVFEGIPSGSFITGQE
VGVVSSGTRF*                                                                     
>Osat_LOC_Os11g14140                                                            
MRSPRSRALERDAGGVAVEHVELIPGMPDDVAVDCLARVPHGAHRAMRRVCRGWRSAAATPAFAMARAEAGANEDLVYLL
QFANPAAAAAAAEEAKEDGDAPANSPAYGVAVYNVTTGEWRREKAAPPVPMFAQCAAVGTRLAVLGGWDPETFEPVADVH
VLDASTGVWRSAPPMRSARSFFACAEAGGRIYVAGGHDKHKNALKTAEAYDAVADAWDPLPDMSEERDECDGMATVAGDR
FLAVSGYRTARQGGFERDAEWFDPAARAWRRLDRVRAPPSAAHVVVRGRVWCIEGAAVMEWLGSRGGWREVGPSPPGLKA
GTARAVCVGGGERVVVTGAIEDSDGGSGRHALWVFDVKTKNWTVVRPPPEFAGFAFSVAAVRI*                
>Osat_LOC_Os11g29710                                                            
MRSPRRRRGVHPAAATAPPCSAMASGAASPRSPPAAKKRAVVVAGDGDDSDVFDRLPDDIVLVVLSRLAANAASPADVAS
AALTCRRFRELATHPAVLSRASAAAVAVRWGAWSEAAHRFLRRCAAAGSLHACYFLGMVRFYCLGSRATGAALLGRAAGG
GHAPALYALAVVQFNGSGGGKADKDARAGVALCARAAWLGHTPALRELGHCLQDGYGARRDAPAGRRLLLHAAAREHLSW
KKHNHGHHDGSAAEDAVSRFMVAWWDSHRAKAAARGCLPGEHGDGEHDGGEDLRLCSHARCGRRETRRHEFRRCSVCGAA
SYCSRACQALDWKRAHRAQCAAARWLAAAAAAADGVAH*                                         
>Osat_LOC_Os11g33190                                                            
MLALMLHLPVLHERVTVEFDEVDGDVDVPGLPRLCRQRPCRAVPDGGQEEPQLHVVRAPRRPLHGRHGHHREHRRGADEL
EPAGSPRHHRGQSVRAGANRISDLPDDLIQRILHFAPAREAASTGLLSSRWRSLWRSTGAVNLAVLVRRRDDFFSLRDAF
VRSAHAALAAAAGGHVRRLTMHVETERLPVQLTADAFLHRDAEDWGRRHDVVAGVVSHPAARRVEELRVAAVRSADGPSS
DREVTEMEEGEFHLSLGGSGGTQPSTETLRVLDLTGCGGVSLPAGAALPRLTTLRLRLCVVQVEDLQGVVDSAPALATVH
LESVFLAGTKEDGCCARLRFPAATALVLAKCRGHGSHHNGDDDASDCEGAMEIDAPRLRSFKYTGLPRRFSLISPAADME
RADLHFLHDDGPHHYRDTTAVLRARFWRFLHNFRGVKSLKLKVTYLKAIAVTGNGKGILLPPLHGVERLDVAALHDPASE
TSTVAIANLLRCCPNLRDLVLRLSTVPPDSTKNGGYCRDVLRRRWQADLDESVHRLARRRGWPKPPPPPPPTKISCMNQS
LDDAGGDIHGLSGRSFACLRSSLTRVGIQFRNDERSWLGVSLIKFFAENAICLEEMRVDGGNERMRDHINRRVERWIVES
GMRCFRVLPLERR*                                                                  



>Osat_LOC_Os11g33220                                                            
MAAGAAVDRISDLPDDLLQRVLHFVPAKEAASTSLLSSRWRSTGAVNLAVHVRRDQEREFFSARDAFVRSAHAALAAAAG
HVRRLTMHVETERMRICMQLTADAFLHRDPEDWERKHDVVAGVVSHPAARRVEELRVAAAVVEAYWPSFDGEVTSSSEGE
FRLCLDAQPSETLRVLDLAGCGGLSAAAAAAGVVALPRLTTLRLRLCNLQISDLQGIIDAAPELATVHLESVFLAGTAEE
GCVRLRFPAATTALAMINCGADCYACGGCYGATEIDAPRLRSFKYTGFARRFSLVSPAAAPPPDDTVVARAELHFLDHFH
HKDADAADTVRANFWLFLHNFRGAKSLKLKVSHLKHIAVAGRAAARRALLLPLHGVERLDLTARHADAAASGGRTTTTST
TVAIANLLRCCPNLRDLAIRLTRMVPHGSTKNGVYAHDLLRERRRADLDESARRFARRRRRGSSTKKDLDDVSGDIHGLS
GRIFHCLRSSLRRVGIQFHLDEHNDCIGVRLIKFFAENAICLEEMCIDGGNQRMHDHINHMVQRWIAGRRCSSAKSENGT
GSSSQPDVLESSMPRFRVSPLQRR*                                                       
>Osat_LOC_Os11g33310                                                            
MVYGKVSNSKGCVRSGLNKRARYGSFRLHRLPPDIICDIFSRLHFKEAARTSMVSRSWRRLWRCYPNLVFTRQTMLHGSI
TADDRLAATFISRVNSILWQFRSSSLENFIVKFPLLGRDDAHHIDGWVSFSAASRAGQIVLDLCPEDQEDTDMMNGMYSF
PLHIFFSGDNCVRSLSLGFVSLTIPPDLNLSGFTNLKKLGLHMVSIRGDLQCLLSHCNVLEWLSLTQCSLQHRSICQKLC
RLRYLCVRKCRLQKLHLQAPNLTEFELTNYPIPIVLAECLNLSVATIELVSFSDCLSYVSTELPAGGLHRVQDRLSINMT
VRTEGSSDNISGILRLASLLEMAPCLEELELNMYCPSAPIYTKRGQLDKLSSVCVHKHLRTVRMTGFDSTRGQLELAFQI
LRSAPNLDRLIVDPMVRVAWSLRLDWSEQADLMLVRRMMAENRLLRSEYRHMITLL*                       
>Osat_LOC_Os11g33320                                                            
MRAVVHGKGTKSEGCARINMKKRISQAFRLHRLPPDVLRVILSQLSFKEAARTSVVSRKWKRLWRCYPKLVLTGDMMLGS
SSNAAGDHPTSNKTTFIRRANSIVRQLSSPSATLNKFIVKFPLLQSDADHIDRWVSLSASSRARRIVLDLCPELEKFGDK
DQMYSFPLHLFSVGGSNSCVKSLCLGFVSLNLLHQLSPAGNTNRLTILKKLTLHKVSIAGDLQSLLLECDVLEWLSLTFC
SLQHRDLVIQHQQPLQRLRHLRVLHCRLQKLELQAPNLTEFEFANHQVPLVLGDCVNMSMASVGLLLPSDGFDYACTKLP
FALPHVCDRLTLSMAIRTEMYCANTPFYTSDLDAAATTPAARLHERLRTVYMTGFYGIRGQLELAHRILRSTVALDRLII
DPTRKVDHDFRNQAYAGMGRTMATLY*                                                     
>Osat_LOC_Os11g34460                                                            
MFDAGDRGGGGGVVAVKRMKLCEEEEEEEEGMEVDEEEEEVGWVWRPPGGLAGEDEAAAWEGRAAAIVVSDAVEVDFPVI
YVNAAFEAATGYRADEVLGRNCRFLQFRDPRAQRRHPLVDPMVVSEIRRCLNEGIEFQGELLNFRKDGAPLYNRLRLIPM
HGDDGFVTHVIGIQLFSEANIDLSNVSYPVYKQQSNHRPNIQEINPASHEHIPKIQSSEYCCILQLSDEVLAHNILSRLS
PRDVASIGSVCTRMHELTKNDHLRKMVCQNAWGRDVTVRLEMSTKMLGWGRLARELTTLEAASWRKFTVGGRVEPSRCNF
SACAVGNRLVLFGGEGVNMQPMDDTFVLNLESAKPEWRRVKVSASPPGRWGHTLSWLNGSWLVVFGGCGQQGLLNDVFVL
DLDAKQPTWREVASEGPPLPRSWHSSCTLDGSKLVVSGGCTESGVLLSDTFLLDLTKEKPAWKEIPTSWSPPSRLGHTLS
VFGKTKLFMFGGLAKSGSLRLRSCDAYTMDAGEDSPQWRQLATTGFPSIGPPPRLDHVAVSLPCGRIIIFGGSIAGLHSP
SQLFLLDPAEEKPTWRILNVPGQPPKFAWGHSTCVVGGTRVLVLGGHTGEEWILNELHELCLASRPDEDE*         
>Osat_LOC_Os11g36450                                                            
MPSAFHSLLLPAIRNPKPSRRRGRGRGGSKRPKKTTKSKNRLADAAAGDATAFHLKTSARAGPGGAGSGRRGDGGCLVQP
LGNLLLLGGGGNLRDAGLGALRPLPDDVLLDVLGLLAARDLARLSAASRALYVVASHDPLWRALVLDELGGDFAFSGSWR
ATYIAAASGGRAHLPPRGLEIRGFYSDYLFQSWLCANMEMRPEWLHRDTIDRRRGMSVEQFVSEFEEPNRPVLLEGCLES
WPALQKWTREHLLKVSAGKEFAVGPVSMTLDRYLQYADNVQEERPLYLFDAKFTEKVPEMGRDYEVPAYFREDLFGVLGE
ERPDHRWVIIGPAGSGSSFHVDPNSTSAWNAVIKGAKKWVMFPPEVVPPGVHPSADGAEVTSPVSIMEWFMNFYGACKTW
EKRPVECICRAGEVVFVPNGWWHLVINLEESIAITQNYVSRRNLLNVLDFLKRPNASELVSGTTDRVNLHDKFRNAIDMT
YPGMIKQLELEAQQKAAARKKKVSFWESAVDANTGGFKFSF*                                      
>Osat_LOC_Os11g36610                                                            
MGCTISKVFPSFAEKFLKEAKAGNSPELPQDVLMEIFALLEVPDLVRAGSVCSSWRASYISLCKLGGYRQAQTPCLLYTS
ESAGENVACLYSLAEKRAYKLTMPDPPIRSRLLRKYIFKKAFLSSDPSMGDYFVALIHYPLAQLSFARAGSDKWTWLPPH
TDFMDCLFEDGLLYALNSAGEVHAFDLSAPTVTQKVVLEDVKAYIEENMYFARAPSGDLLQIWRSLATNRDDYYVDQTDG
DDSEHGSDHKNWIDDYVDQTDGDVLQFELDKYEDDLEHASEHENWRAGDGLKPESDEDEDEDDLEPEPNTDSLVVNTNMI
KVFKVDFSAKMLVDINSLGNSVLFLGYNQTLCLNADVYPQLKPNHIYFTEDDSLYLFRCKKNRRDTGVLDLENDTIEPIV
SPELWSNWPVPIWLIPNPRKMISASHN*                                                    
>Osat_LOC_Os11g36790                                                            
MDPNFPYQSPSFTLGDFDPNYMSGFDGTSGSAPTPPSVEEVPVHTAVVEEVPVQAETASEGFSGTASGSVSTHTGSKRSR
TSGVWQSFDEIKETCPDGREVSKARCRICRQILSARSSGGTGHLKRHAESCAKKQGIQLRQQQLMVNPDGTVHSWEYDPM
VARESLVRLIARQDLPLNFGESPAFEHYIQQSHNPRFKAVSRQTSTRDLENVYHKEATALKELFSTCTFSVSVTSDIWSS
RAREDYLSVVVHFVDDDWQLQKRVLGLRLIDVSHTGENIAERIREVINEFNLADKIFAVTLDNASANSRAIEILQPLFCV
YAQSFLLHQRCACHIINLIVKTGMKRVGDHIDAVRQAIAWLTASNPRIAAWKRFCNAAGVKAHPRCKLRGLSAILSLVGD
TIGVDYSSFYTEVRRKLYEVFGRYEVKFQEVRQQRPPPIPTTGKKKIQWGRIWGGSSSSSIQGGGSSSATSGDASSHVVA
EELSGYLDSDAIHHEAQDFNVLGWWNDHKITYPVLSKLARDVLTVPVSTVSSESETGGRLCAATTSKCYNALKTGSLLNN
MPNTLRTTKNWPPSSSNSTWIQTNPSRILLEVVLTFELYSFLCHGFLIFPYEFLHDKVFNEAACIIVSCNDININKVHLP
RGCTSASVPAQAIDLLRDALLQMEMCSREEIMDLCPQNMCCVIPQVLPKQLCLPPCSTKEELRTILTETTAREFSDLPHD
ILMDIIAMLEIPDALRAASVCSSWRSVHIKLHNLGKYKRPQTPCFLYTSQSIGENIACLYSLAEKRTYKLTLPEPPISRR
YLLGSSDGWLVTADERSEMHILNTITGEQIALPSVITINQVTPIFNRKGELCKYRYSRHTAEGVTESPMTLPLDKLRYFF
HCKAFVFYDKFVRSYIVVLIHDPHKQISFARLEHDKWTWLPPHLGIHDCAYKDGLLYAVTSFGEIFSFDLDATVITAKVI
MGRTKEYACERIYIVHAPCGDLLQVWKPQEGNGNWVDEITGFPALVSNTQNTRIFRVDTVAKKLVQIFSLDDHVLFIGNN
QSSCLGVCEYPQLKANHVYFTDDFECLSSKSMWGLRLDIGVLNLEDKSIDEIVAPRLFLKCRAPVFLVPNPSMMNSTLHG



*                                                                               
>Osat_LOC_Os11g37060                                                            
MELPQDILMSIFSTLEILDLIRAGSVCNSWRSAYTSICSLGHCKPQQTPCLLYTFESDGTKATGLYSLAEKKAYMLTLLD
PALPSRFIIGSSHGWIITADERSELHLVNPITGKQIALAPVTTIEQVKPIFDDSGAVHKYKYSWYTGQMTVSDSPSILAP
DELRNFLFSKAIVSSDPSGGNFIVVLIHNPHLQLSIARPGDDKWTWLPPHKDYEDCIFRDGLLYALTSAGEIHEYDLSGP
AIARKIVLNKVKGFACENMYIVRTPCGDLLQVWRSYDPLDDEDEDASDDLEADHDDESYVWNTTMIKVHKVDLVARMLVE
ACDLGENVLILGHNQSLCLRADEYPLLKANHVYFSDDRELYIKGCKNGCRDIGVFNLENNCAEEIVSLQLWSNWPPPVWM
TPNARKISLETHSL*                                                                 
>Osat_LOC_Os11g37300                                                            
MFQLCKYSSRRRISPCKRGSICSNYPMAPCSTIARIMNLGDLARCPKNLCNLLFRVVQSKLLAPLHSSLLKEVQKDDGDQ
PSMAESVVANLPELSQDILMEIFALLEIPDLVRAGSVCNSWLSAYNELRSLGIYKLSQTPCLLYTSESAGDSVVCLYSLV
EKREYKITLPEPPIRSRFLIGSSLGWLITADDLSEMHLVNPITGEQIALPSVTTMEHVNPIFNESGALHKYEFSLHTATR
VSYAEPSIFALGELRDYIYSKAFVFTDTFTGGCIVVLIHEPAGQISFARVGDDKWTWHPSHSHYSDCIYIDGLLYALTAQ
GEIHTLDLSGPTITMKMIIGSLSYSRYIVQAPWGGLLLVWRSVEDIEEDYEADLPADHATFVRYTREIKIYSVDTMGKKH
VEINNLDGHVLFLGHNQSLCLSTEQYPHLKENYTYFTDDDEAWLFGFKNKRRDIGLFDLKHNSREELVSPQLWSNFPAPV
WITPSFTKLNFA*                                                                   
>Osat_LOC_Os11g37340                                                            
MTTPPAAKRRRRCCSLPPELNDDVIGEILLRLPPGDPALLVRCSLVCKPWRRLLSSDPVFLRRHRELHLRRRTPRPLLGF
LFNQLGEDPGVAWFAPTSSLRRLPHPHHCDWYALDARHGLVLFSTMLSRDAAEHELVVWDPMTGRRWRLDFPGYLEDFNW
SASVLCAADGCDHRHCHGAPFLVAVVSTGRYCNTSAAIYSSETGAWGDAIALEREHPDPDDAVKVGKPGVQVGNAIYFPC
VRSAQILECDMSGHTLAMFDSPAAGRGWPDNGLLMTAESGGGGGLGFAFVRRSMLHLWSREPTGDGAMAWSPLRGINLEP
LLTVLIRRPPEHHSVTPNLVGFADGVGVIFAEIDGDVFTIEVSSRRGKKVYRREDIHTIFPYTSFYTPRGGINFDPLP* 
>Osat_LOC_Os11g37390                                                            
MEACSIARIINLGDLAMRPKKLCRLLIKLLSDLLLKESGKYEYVHPPPMETQAADLPELSQDMLMEIFALLEIPDLVRAG
SVCQSWRSAYTSLRDMGQYKQQTPCLLYTTESSGEKVSCLYSLVEKRAFRLTLPGTPLHKRLPIGSSHGWVVTADELSEL
HLVNPITGQQIALPPVITIEQVKPIFNDIGVVQGYKIGWYCAEKDYGDPYGEPSPILTPSELRDHLYYKAFVFPDPLTRS
FIVVVIHYPFCQLSFARVGDDKWTWLPHNTRYRDCVYHDGLLYALTSHGQIDAFDITASVVTRKEIIKHMKGISESMYII
RAPWGDLLQVWRTVDAAEQQDGDDDTLCYETEDGIVPVMRTKEIKVFKVDMAANKLVQINSLPYHVLFLGHNQSICLRAE
EYPQLRANHVYFTDDHVDLLMLIKNGPRDIGVFDLENRRRKKTISPIWSSWPSPVWITPSIAKADGWCVPCGVGTPVMGG
RELARREGGLMACSLT*                                                               
>Osat_LOC_Os11g38130                                                            
MAAAAADWTSLPDDILFLVMRKLGIPDLLNAGAVCSSWRSTYTSLRLPITDKSPCLLYSCDADADDDDVATVYSPSSGAT
FKLRLPSPAFRRRYMVGSDHGWVATADELSNLQVINPLSGVQIDLPPVTELYHVESFTDDRGRLMYSNQDNWMRRHDPQW
LPVPYHPQRLRLFLYYRVTLSCSPSAGSECIVLLLHRPDGELSFARVGDRSWTRLTGIENLPETGYRYAFYNKNDRLFYL
LNCLGSIHTLNLNGPSSPVASLIFKEIALWDNPNKSIAVTPRGDMVQVWRCRDPRWVDTPVRFPPEDCDDVYDPCQELYT
DEILLFKVDIDGRKLVKMDSLEDYVLFMGFNSSVCLSAKDFPNLKAGCAYLADDAYEEICVNKHTWRELGIWNFKSETLE
SFGDPPYVLPWLNWPPPIWITPSIY*                                                      
>Osat_LOC_Os11g38140                                                            
MGISDWSSLPKDIVIVVMGKLEIPDLLSAGAVCASWRAACTAVRRVRFPITDKSPCLLYSCEADDPDLATFYSPSNNATF
KVRLPGPPFRRRYTVGSDHGWIVTADELSNLQVINPLSGVQIDLPPVTELYNVESFTDEQGSLMYNNYEDSMHRDDPLGF
PVPYPPQRLRLFLYFRVILSCSPSAGSECVVLLLHSPDGQLSFARIGDHSWTRLTDIENLWDRGYRCAVYNKNDGLFYLL
HFQGSIHTLNLNGPSPVVNEILKGVTAWDNPTKSIVMTPRGDMLQVWRCRELCWNDAPVQFPSEDSEDVHDPCQELYTDE
MLLYKVDFDDQKLDKIDSLKDYVLFLGFNSSICLSAKEFPNLRPGCAYLADDSYEEIGINKHTLREVGIWNFKSETLESL
GDPQSVLPWLNWPPPIWITPSIL*                                                        
>Osat_LOC_Os11g38500                                                            
MELPQDILMSIFSTLEILDLIRAGSVCNSWRSAYTSICSLGHCKPQQTPCLLYTFESDSTKATGLYSLAEKKAYMLTLLD
PALPSRFIIGSSHGWIITADERSELHLVNPITGKQIALPPVTTIEQLSIARSGDDKWTWLPPHKDYEDCIFRDGLLYALT
SEGEIYEYDLSGPAITRKIVLNKVWRSYDPLDDEDEDASDDLEADHDDESYVWNTTMIKVHKVDLVARMLVEACDLGENV
LILGHNQSLCLRADEYPLLKANHVYLSDDRELYIKGCKNGCRDIGVFNLENNCAEEIVSPQLWSNWPPPVWMTPNARKIS
LETHSL*                                                                         
>Osat_LOC_Os11g41560                                                            
MALLLPDDAVADVLRRLPPRGLAAARCVCKPWRDLVDVRALLRPRLLPRSAHGVLINYIDHGRPHLFSRPSSSSPSSAAA
IGGEIIDGNLTFLPNDGDRDWWCVLDHCDGLLLCGIEWGSQLCACNPATRRWATLPAARQGPSRYAAAYLAFDPAASPDY
EVLLIPNLPEKPSPPVPNQPRRRRRRRQDELAGPFCLHMLFSPLDAADESDLDGDVDVAVDVDVDVDDDEVATPAASSVD
DDQYKLMEWPPSPYLLEVFSSRSGRWEERAFVREGEKVTTVEDMMPLGYPYRGPRRGYSVYHHGSLYAHCRGAFVTRYSL
ANGKYQVIETPINMANYKWEKPYLGKSEMGVLFGMIHGGQLSVWILQESAGQMGWILTYQHDLRPFAKEVSSLRYNGNLT
TGSWTVEENSTGMHGNRDTLSAEDFEWDSDNDDFLAVEVRNEEYDDDCEHFDILGFHPYKEVVFLDQSFKTIAFHFNSSK
IQYLGYSRPKCYYRNYTNGIYESFVYTPCMIGELHGVIGQSSS*                                    
>Osat_LOC_Os11g41570                                                            
MALPVPDDAFAEILGRLPPKSLAVARCVCKPWRELVDSRGLLLRRLLPRSVDGVLFNYVGHRRPHLLSLRRPSSSSSSSV
PASCGGGRVDGDLTASVPAGDRAWWAVVDHRDGLLLCDVYWGSRLFVCNPATRRWATLPQPPPEREPAAACAGGKYLAFD
PAVSPHYEVLLIPALPEKAAEDAVDGDEAAAAYLSMEWPPSPYKVEVFSSETGRWEERVFVREEEGEAAAATTVEDMKSW



EYVFARPRQGYSVFWKGALFSMSSDKYQIIKTPIIIRNNMFVRPHLGKSKMGVSFGFIDDYQLSVWILKESAGQIKWVLS
YQHDLWAAINQIDSFDFGGHQINGPWVLEETIPKYRTIENKETLSDKEWDSDNDDFLDTEVDDFLIDTEVDDEGHNDFAY
FRILGFHPYKEVIFLEETLRTFAYHLNSSKIQYLGYSCPKYCYGRYTIHESFVYTPGMIGELNGHYAAGQSSPQ*     
>Osat_LOC_Os11g42160                                                            
MRGADLINLLLPDEILDEVLRRVAVSGAKRDLDACALVCRRWRRHDRATRRSAKLAASGARADEVLRLVAERFPALVEVS
VDERISVEAAAAGPSCAAARSRRRPMYDVSPSGRRRRMSRSSNFGAHMSPFPLDQPGSDNETERTCLTDVGLTSLARGCK
GLEKLSLVWCSSITSTGLVRISENCKNLSSLDLQACYIGDPGLIAIGEGCKLLRNLNLRFVEGTSDEGLIGLIKNCGQSL
VSLGVATCAWMTDASLHAVGSHCPNLEFLSLESDHIKNEGVVSVAKGCRLLKTLKLQCMGAGDEALDAIGLFCSFLESLS
LNNFEKFTDRSLSSIAKGCKNLTDLILNDCHLLTDRSLEFVARSCKKLARLKINGCQNMETAALEHIGRWCPGLLELSLI
YCPRIQDSAFLEVGRGCSLLRSLYLVDCSRISDDALCYIAQGCKNLTELSIRRGYEIGDKALISFAENCKSLRELTLQFC
ERVSDAGLTAIAEGCPLRKLNLCGCQLITDNGLTAIARGCPDLVYLDISVLRSIGDMALAEIGEGCSQLKDIALSHCPEV
TDVGLGHLVRGCLPLQSCQMVYCRRVSSTGIATIVSGCPKLKKLLVEEWKKSCS*                         
>Osat_LOC_Os11g42230                                                            
MAADDRLSVLSDDLLRRILHFVPSREAASTSLLSRRWGSLWRSTGTVNLAVRVVYDDVSGDDEAFSSRRDAFVRASQAAL
AAAAAGAGVTRLTLNVAGRCLSGVDKFLNYGGGGGGEEIGIVDAVVSHPAARHVEELRVGVAGPMYRTDGAEQRPWQEAR
RWRSDDIYTYTLSFASLPSATLRVLDITECNFSDSKLALPDAGVAFPRLDTLRLRLCAVRLAHLQRLIDAAPALATVHLE
SVYFEFNIYLDYYGVYGGLVAVESRLLLRCPAATELAMEFCGSSSYINSHLDGGIGIDAPKLRSFRYTGHPRRFYLESPA
PEMTAVNIHFIDGDHRFADRLWRFLGNFTNVKILKLTVQELGHLAVAGKARRAELLCKFGNLERLELEAVRKPTKTKAPA
PPPAVAIANLLHCCPALVDLSLKLKMLNYAWSKNNSMYLSSFHAKFKPDFDKSVGLFMRHKSKMTAVSSSLIDEHHDDKF
SNISGLSGKSFACLNRSLRRVNLQFQLGSASNCFGVRLIRFFAQNAMVLEEMCIDSGNRKLCEHMNLNVERWVGVDSSKI
RLKDKNLTGSSWEFSRIHPDSAPEFERNATSFKVLPLERR*                                       
>Osat_LOC_Os11g42240                                                            
MAAGGEDDRLSDLPDDLLRRILHFVPFREAASTSLLSRRWGSLWRSSGAVNLVEHVEDEEEEDVNLVEHVEDEEDFDLGD
EEDDDEVTAEEPSARRRDAFLRAAGAALTAADGDISCDHVTRLSVDVDGPDGYCITNFLDCDESAAAYDIFTGMDVLHTV
VSHPAARLVEELCLRVASESDSYGVHRRRRDKEEEPSTDLGVYGLSLAFLPFEKLRVLDIAGCNNLSLPPPPAAAAAAAA
FPRLQTLRLRRCAAKVTHLQRLIDAAPGLATAHLESVVFNTDDNNDNQSYNHRDTGACSSISLRCPAATSLALEWCGSTD
YKFYYAHSRYSDDDDSCGGSIAIDAPKLRSFRYKGLPRPFHLKSPAPETTTTTTAVSLHFNSDYYLKEDTARVHSWRFIG
NFTNAKTLKLKVDNLDHLAVADKASRSKLLCVLPNLVSVELEAAQLMNTKMNTKKSAVAIANLLRCCPVLSEFTMKLNSA
TTCTDRYWPNHRGRFQPDFYDSVDHFMRRKSNTTTAISSIDSRKGDGDRHVDEVPDIPALSRRSFTCLQRSLKKVSLKFK
WSGDDCFGVQLVKFFAQNAMVLEEMRIDSGDRKLCDHMNLNVERWVGADSTKISLKRKNFANSTWEFSRTCPDSTPELET
STTSFIVLPLER*                                                                   
>Osat_LOC_Os11g42310                                                            
MDRHAPPPPPLEMAAGGDRLSKLEDEVLGHILSFLPAREAARASSLSSRWRHVFAAVHTVSMAETDADHPAIRGYVSPSY
RRGLDPLAPPVFSAVVTTALLSRHRRLHRRPVPLRALRVDMMGYVRADSAAVDQWVSYAVQQAAADHGLEIDLRLGRPAI
CDRAYSLRDGENIAEDDDDDDDDDNAEDEQHDNAADDDDEKQEARDRSPSPARRAPSHSPSSSDYDDDVASSDDKKVRGY
TPVFRPWRPVHTIPSMLFSCAVLRSLTLGSCGFALPATVALPSVETLVLSHVKGPASDVQRLVSGCPRLADLTLEACGAV
TAVTILGGARLRRLAIRCCHRLAAVAVDASELHTFEYRGAVPRSRDFLTLHHGDADARRRRGIACCHVDICGKEATSEEE
LTGLRRFLQLFADDATHLHLQSARLGAGADKDALASFPTFPNLRHLELWGSLPDDDAAAAVTTVTTILNSTPGLEALSLV
FHPHGNGDGDSYSQNELRDAHQLRYNPHAVLAAAAGAMVVPCLRSTVREINLVHYQGGMAQRSLAKFLLCNAPAIAELFC
VSAEGPLFMLEQLKQELRGWLMNKSAKTCFR*                                                
>Osat_LOC_Os12g03390                                                            
MEDNVLVSSKIHGRSKSTTAKRNCIICGQRISKRRRTQHNFQKISRGQLNLQRTRPCLLNFQSLPEDIVLRVISKLTLKE
VARLSVVSTNWRQAWTFHPNLYFGIKTVLGNNAKRKGTSSDLNCRISSANKFIKRVDAILEKHCGTMVNKFAVKFGLSNE
HANHVNGWVAFAIASKARVIILDFSPDWKSHENNYDFPCHIFDKHNGSYLEALRLDSVTLNPPLDFCGFANLKLLALDNV
RLQHLEQLISKCHVLEWLSIQSCNQLHNLHVSEPLCRLQCLSIQGCHLQRMELHAPNLTTFEYDGSLALVTLNECSNIKA
STIRLFDEKTLQNILTGIPSVLPHVETLYVEVNVKTQV*                                         
>Osat_LOC_Os12g03440                                                            
MAMAETVRLPEQQRRRPLTIASLPEEIMSEILLLLPPKSILQCRAVCKAWRDVTSDRAFLLTHHRRQPPQRLLTFIRDVG
SHHDDLDILDYCVEAVDFRTHQFQSLARFTGQDYDCSLEDSPFTVHASCDGLLLMSYNNYLHLCNPTTRQWLWVSPPALQ
HDKVVGLYAHGHPSEYRVLYYREFGLGRTFYITTVGSRKERRIWPHSSSESLRKWLTKGTEDTEFNKPFLFHGNLHWLPQ
SGRQNKIVVFDTLDEAFRWLHVPFKMHNVSSLLEIEGSLAMSNSHIGSSKVDLWLLQDYKHMVWVHKYRIELPVIEIRRL
VEDDVWFLHIVSQEGDVLVDGSYWQFHYDMKGNLLEKFQCSGRMLNITPHILQESLVPHEVFQILDNESRHAPHFFRGL*
>Osat_LOC_Os12g05709                                                            
MDTPAAADWSELPADVLGLVLLELEFPDLFRSAAVCKLWRATARDIRRLGLYSRAQTPCLLYTTAAAGPRAAVLYSLADK
TTSYTVPLPDPPIAERHIVGSSHGWLVTADHRSELHLLNPATGEQLDLPPVATIEHVRPLYDDAGNLNNYKLVYYDGGGN
SHRSNDDDMHTVTHPPETFREFLYLKAVISSDPSRGDDYTVMLIHHPYLQLSFARSGDKKWTWIKMGNNECEWFEDCIYH
DGVFYAQTVHGAIHAIDVVSASSSFTHRLILKPTMGELGTLYIVRTTEGDILQVLRVTEEDEGSEHKDVRTTEIGVYKVD
YKKQDLDDVDDIGNNALFIGTSYSMCLPVKDYPHLMPNHIYFDDDYGYLVHRKHLRRDVGVYDYTNDTAIDVEYPQPWLN
WPLAPVWITPSFTKTAKYS*                                                            
>Osat_LOC_Os12g06630                                                            
MSFRSIVRDVRDGFGSLSRRGFEVRLVGHRRGRSHSAVHELRDGHAAAAAADVVQSSCWANLPPELLRDVIERLEASEAA
WPSRKNVVACAAVCRTWRDMCREIVKNPEFCGKITFPVSLKQPGPRNGAIQCFIKRDKSTQTYNLYLCLSSAVLVESGKF



LLSAKRYSRATCTEYTIFMSADNTSRSSNMYIGKLRSNLLGTKFVIYDTQPPCNTANVSQSGKTSRRFYSRKVSPKNPSS
TYSIAQVSYELNVLGTRGPRRMNCVMHSIPASSLEAGGTVPCQPDSVLARSLDESFGSISFSKSSIMDRSIRFSSSRYSD
ISVGGPMVGGQALGDSDESKERPLILRNKAPRWHEQLQCWCLNFKGRVTVASVKNFQLVAATQPAAGAPTPSQPAPPPPP
DHDKVILQFGKVAKDMFTMDYRYPLSAFQAFAICLSSFDTKLACE*                                  
>Osat_LOC_Os12g06740                                                            
MMAKRCTDILLAPRPRKTKRIDINSCRSRFLLPYIPDEVMFDVLLRLPSKSLMRFKSVCKAWHAMISSPIFINAHLEWSK
LKPSSLLMAPGFYQKQKNGQNIAFLMGLYKYQGGNNNVVHLHDFPRDFPQVLDTWTRPVHCDGLLLVSNMSKKMIIYNPS
TREIVSLPKGSRNLHKGTGIGFGFDPRSSKYKVARVFYQRDDKTSMLVCKFEVLTLGTINVWRQTEDPPYPIGKSTPVHV
KGAIYWMVSRTSLCPDPPNTLVRFCLTDEKFSLFPCPCNVKPSCLTGLGDELYCGYFFSQPLQLEIWGCSVVGQKPEWTR
RCALQIPPDVIKRPVASPLVVFHGKMLLLALKKVYKYDIQACKLEKIPLVVEDFMCYDRENNMYQTYSKKEVLTSWKTYI
CHANTLGHVFLLVN*MMAKRCTDILLAPRPRKTKRIDINSCRSRFLLPYIPDEVMFDVLLRLPSKSLMRFKSVCKAWHAM
ISSPIFINAHLEWSKLKPSSLLMAPGFYQKQKNGQNIAFLMGLYKYQGGNNNVVHLHDFPRDFPQVLDTWTRPVHCDGLL
LVSNMSKKMIIYNPSTREIVSLPKGSRNLHKGTGIGFGFDPRSSKYKVARVFYQRDDKTSMLVCKFEVLTLGTINVWRQT
EDPPYPIGKSTPVHVKGAIYWMVSRTSLCPDPPNTLVRFCLTDEKFSLFPCPCNVKPSCLTGLGDELYCGYFFSQPLQLE
IWGCSVVGQKPEWTRRCALQIPPDVIKRPVASPLVVFHGKMLLLALKKVYKYDIQACKLEKIPLVVEDFMCYDRENNMYQ
TYSKKEVMDFHLFNYVESLVSIREF*                                                      
>Osat_LOC_Os12g27980                                                            
MAAASPPAAAASKDWAALPSDLLWSVFAAAGQEEILRGAGLACSSWRRAARDEPALWRRIDLHSDVAAHGADSSFSDGGD
DDDDDADDSDGYSVPVEDGSRSDALVEESNSDDAENKGDDAASVQSNRSSDDDFFGFSDAFVDVEESDDDDDDVPRKESA
DYEYEPKGWKEMARAGECVAFWGRAIDGHKARGPTARPKARQIGPAQARHGPTGVVPVPARPNSRAVLGPLPRHDLWISI
INGNSGAPDAQVAERQAAATVEEPECLRWMGDDEDDLEEERIEVFGNTASPLRDLSQPEPHDDGTGADGNGAPSGSSASN
KRSRSEVWDDFEELFEERNGAQVRVSAKCNYCHKTLSARSTGGTGHLLRHIKSCKPRNVGALSQSMLRFNADGSVSQWEY
KPDVARTELVRLIAREDLPLTFGQSAAFEEYIQNAHNPRFSVVSRQTISRDVFKVFDKRRAMLIDTLKSVSSVALTSDIW
SGNAKEDYLSVVAHFVNSNWQLEKRILGLVLIDVSHNAENISERVLSVVQEYGLTNKIFSITLDNASANSKAMDSLKPAL
SGYIGDLYLHQRCACHIINLIVKAGLEIFKPMLQDFRTAISFINASNQRIALYKNFCIAKGIRPRKFGLDMDVRWNATYL
MLKHLLPHRVIFSVFIASHHPMADGQPLLTDLHWTIAETVLLFLEQFYDSTVILSGVYYPTSPLIMHHILEIAGHLNTYE
NDWNLRNVVVPMKNKFLSYWSEIPFLYSFAFILDPRAKIRGFSNVLQIMGQLISGDYSAYLNEVRAALSDMYAKYESKFG
AVRLQRATPSSSSGKKKTAWGKIFGAAACGSSLGAGLGAGNAGASASPGSGFGAGASPGSGFGASASPGSGLGDAGASAG
SGLGAGAFSRRTSATALIQAVSSTANMNASELFAYLDSDTVNQYDDDFNILNWWHEHNHTYPILSILARDVLTVPVSTIS
SESAFSLTGRIIEERRRRLAPDMVQALALIKDWEQADAKMQHTMENLELINSFDNLFLDEVTTATGTG*           
>Osat_LOC_Os12g30920                                                            
MAAVDDDRWEDLPTDLLTEILLCLPPISGRRRVRLVCSRWRDAVDELEPETTHSRAKPLTFLKRSVDSGRPATARVFDDL
AGGGLGGSREIWNGGGGGDGVSGSSPDIVGTCNGLLCLWHCGSDSGGEITLVNPVTGESLAIPPPPPPSPRWRSHTTEGP
EAERLSFAYHPLTGRYSIVHFPAAFCDGGGDNLADPAVEVLTLGGAGASASWREVAAPPGSRCCLALGIVSVDGATYWVT
KDGRIMSLDHEHERVTAVLPLPPAIAGELDSWWSTRLTEVAGRLGVAITSNHTTPSKYNVEVWVLDGARGKMTWSHRYTI
QDLQFSYQEIAWPHFAYGENVLTILDSDHLRNQLYTHWLWPHKNRTSVATGDVVKGTLVEEFVIDPENVKILSLIDPEIH
VNMFSYVETNEPLNIYKEVCMDS*                                                        
>Osat_LOC_Os12g30940                                                            
MDGDDDRWGHVHRDIFGEILKRLPPISGRRRIRLVCRRWRDGVDEMEPEMATPTTATTMRAKPLAVLKDRHSRTLSAFVV
DGLPPAPRCTTRCIFQHVDGGGGGHHHRHRYDRWPNNVGDQVVGTCNGIVLLAHSRYVGSHTLVLLNRATGERLVVQPPP
KAKEILGGSAALSFPYHPLTGEYKVVHLPVSSWKRTLAVAELLTVGDGDGGAASWRQVPAPAGSTCYLSWGVVSVDGATS
TPPPPTTATMEVDNGGCQLTEVGGRLGVAIATSQRGTTNVEVWVLHGRGDKQHWVRWCSMQGLQHNRKIGYPCFAFDKYV
LTNVHHQLYSERSNIKYMCLPPPVEDDGIILMRFDEKTDVQVTMLNTSFELRLFAHVETSEPLGIYKKNIKA*       
>Osat_LOC_Os12g30990                                                            
MDGSILDGLPTDAFVEILLRLPPSARRRSRLVCRRWRDVVDARTPEGQSRRAKALVFFLNRGSHSPEPRCSAHVFDDLSP
PSSSGGGREIWNSGTGTAAELAMVGCCNGVIALWEEGTGRLTLVNPSTGETLAVPPPPRLPPKRRHRRAPLVVSCLSFGY
HPITGRYKIVHLPADDAMAAASSSSWCSPFDVVEVFTLGDVGVAGDGATWQEVAAPPGSSCHVRLGVFSLDGAAYWVAAD
NAVMSFDLEHERVAAVEAPLPAMPLGTWLGALAVVGGRLGVAVMGCADSYPTTTIVEVQISRPYKHLISVNI*       
>Osat_LOC_Os12g31340                                                            
MGHVKKSVLVAHESHGEVNPPEKEGGGSPKRRRTEAEEEEDDGDEEAAAGDLIGDLPDDILRDIIARLPTREACTTQVLA
KRWRHLWRSTPLRLDYRSLPLRRHNKGNALAVAVAGVISAVLSAHPGPCRCLCVPADSSRDTVDTWLRSAAVDNLQELEF
LSNRGGAPPPPSPPPPPPVSLFRFSYTLHIATISRCELQHTTVHELRFLRLKHLGLEDVTITEASLHAMIARCPLLECLL
LARSVGFRRVRINSPSLRSLGVLVARRRIAALPRQTQLEEIIVEDAPLLEKLLDLAVHNNLRLSVISAPKLETIGCLTDR
WFGPRIMFGTTTVVKGVSVVRLTEAVRTMRILAINMFVLNLAKVIDLMRCFPCLEKLYLKCCLSAGNNYWRCEYQTLIKI
LDIRLKTVELENYRGTKPQIDFAQFFVLNGKVLESMKFVVKSEDYYDGFVAKQHKMLQLDKRASRCARFKFTTDRCHHHA
DPECPIDIEHVQDLSFTDPFECRC*                                                       
>Osat_LOC_Os12g34270                                                            
MRRRKKMTTSPAAAAAVDLISELSDDVLLHILSFLPAASDVARTTVLSRRWRHLWSAAPCLRFAVEPAPPPSTSSRRADT
GSRLVAAVDSVLARRAIDGADVETLKISFVFSSSPNDGGGGGRSAFDGDWHDHADDIESEHVAAWLRFAERHVTGDFRLD
VPTLPRQRRQAELPSSARFKSMRLWLAYAELTVPTAAAAAADRAFAALTDVRLSTVKVDDVNGRRLCDLFSSPACCPRLR
RLTLKLLGLPDVKAVEVDAPGLRELAVTGVSVDEMAAPPMISAPRLRRLTFESDETCRGGGLMVLDGARMEIDILSHGFS
GVADNRDLAWFLQHYAAADRLDVRLLVPLGEDLMNDIPEFPNVTELRITAQVSIPTHTIGASIAKFVAKCSRIEYLSIDI



NKQGGDSHPGCKCEEPKDWKDMNLSLDHLRSIDIHHFRPSQDQMQLVSLLLANASSLQRMTIALHKRYVEAMEREDGKEV
YLHIPCYGGHWTPCAWGSSSRQSKFRSATKYEWAPCNVNHEKGMKVLQSLI*                            
>Osat_LOC_Os12g38090                                                            
METVATEPGTCLRRLPDDLVADEILTRLPARSLARFASVCGAWRAAISGDPSSFLRRRRKKEHSSSFLLLLYALVEDAER
RLAFSNHVPFYRLRWPDDGGDGAPQLVHVSVFGDGGEEPTLSLPRTCDGLVLLPNGDDVHVINPATGDVLTLPQSSRVAA
AADHSTGLGLDTRTNTYKVARYIHLSTAAAAAAAEDDGAAVMEVFTIGHGDAAAWRETTTPPPPSYPVCHVRTAIHSRGN
LFWKLQLRRSPAAAAAGSFLLLRFNLAHETFTVVHHPRPPSHLPSADQNGEPPPPPPPLLSELDGELCLGLLVSGRQELW
LYSNNGGGGGGDDRWQWEQRFSIAVSGPDAMYLPLGVLRRHDRLLLQKGVHLYHHDSGGGEESVREVARMDEFEFEWSFP
GEPYAFMVIPYTESLVRVTAARPINKTAAATAMAGETAATMMATPERPKRARRANSRYIGDMWDV*              
>Osat_LOC_Os12g41300                                                            
MMKRKERSSELEVAVAGDDDDDRLSSLPDDVIGRILSFLPARQAARTTQLSRRWRRVWPAHVAALNLSVLDLPRRRRRCP
GMIQREFAALAGEALLRFPTTGIPSISVEVDHYINVAADGWFGQAMERAVGSVRVTSLRGLVGWLPLPPCARAAAMAVAA
PRTVLTLPGVDDRQVFGRLSELSLSLVRLGGGGERPLDEFLSSCCPRLRRLRLRGVRGRHAVRRLALHTLDHLEVLDIDG
VDDLEALDVSAPNLRCLNVRSCFRGGGGDVAVTAPGIEAVVWHRSYPEHLAFRSGLARVRRLAGPLKLAAVGRRDLFDAP
YTTQLLRSCSLAVGHLDMELVMPEDMALANWLGGGGGACEDLIRHLPELPRVTVLSLNIRWSFASGGGGGIAASLASLLS
KTPSLTRLHIRTSPYCFSVFEGQEEVEAVAVAARGSWHMWMTDGEDDSRKPRLGRRLDSLREVSVDGLTGGDREEYSVVV
ELLLATIVPPSLERMSLAFHGHAAPAIIDDIAREIPLHFPIMATGRWERSPPSAVTWKSS*                   
>Osat_LOC_Os12g41460                                                            
MVFDLLATVFHTFNDPADLLRCAAVCRSWHAAAASVRERHPLFSRRPPPPCLVYTADQGNDHGDRHRVATVFALAGGGRT
YEVTLPAEPPIRNRHRSQSAAAADDDEDDYDYEIVQYDWTMEQRDDRPPTQAKADELAEYLIMRAFLSSDPSSDTVAKPP
GGGGGCIVVLLHRPKYQLSFARVGVDERWAWVNLPDSDFYTDVVYNDDDGMFYAITYLAAIHAYDFSGGPSAVRQTIVLA
DQLHGVIDSETKYLVRAPDGDGWLQVWRMMKPVRAAAAHDAGGDTTRTTAVYRKTTIWIKVFRVDLAAQRLEETATLGDG
SDSLALFIGCNSRSGCRPVAATASARRATPMSLGAAALWIKVFRVDLSAQRLEEMATLGDGGDSHALFIGCNQPFWVPAG
GDGECSSGILPNHIYYTDKEDGNTEAPRNIGVYSIADGSFSPFQATQPWLTWPLPTWLAPNFSYYRQD*           
>Osat_LOC_Os12g41630                                                            
MDTGEEEAAAAVARWGDMDADCLVEIFRRLPLDDVAAAAPLVCRSWRAAARDASLWRALDLRGGGGAAARFMPWSPLAAA
FAARYGVRRFTFAGYLRLCVARAAGRAAELALPPLLGAPDLDLVSLRCTELRRVALPALSAADDARLPGLVARWRRLEHL
ELEHRPASFPATAARVGAGCPGFSSLKMAGAIRDVDAAAMAASLPRLKRLCLDGCYLPRHELLAVIHGCLELESLSAKHC
VGFDEGDEEVAREAAMIGRLEVGGSRLVDKFDQRDVDGLDDDTSSYVDVM*                             
>Osat_LOC_Os12g42340                                                            
MASSPESSAAPARHIPDELVEDIFARMPARSVLRCRCLSRAWAAALSTDAFVDHHLLLANRRGGPKLCIPPRSASADTIN
AWSPEAETTTPLMAVPHGTRNGRIIPYGRPCRGLLLLHAIFARLYFVCNPSAGEVAALPDGRMAGDPRPGEDYASVGLGY
DARTRTHKAVRLLYHHGHPAACHVYDIAAATSTGHWRPAATGAKPPDLVHMNKLAVYAQGHLHWITTKSVGDADAIMSFS
MAAEVFGRVPPPPGTTDMKGFMITELAGCLCVYPAYLSSERSLDIWLLTDYSTATWELRCRIDPTSATSPETNDFFLVNR
EVTPLVLTDDHRRVLLLSEEHEVAEYDAASGTLRRHAGPPELRRRHGDGTPQLVPYEESLVSAGRPYEDILFSPPAARAV
ALVLRRLPARELGRLKLVCRSWRAMIETDRFAASHNAHARETAMASFAAGCHVSLGSYYYYSLVFVPLESCSNRKPPLMS
TRTVVRNACHGLVLVTDVNGERNIVHNPVTGAGRNFSFLTPRRCPPKIPEVDDGRGCAGLGYDASREEHVLVRLAYAGGE
DCAAVQVWRLRDIGPYKLTESRPPIPPDVGVPPVHVAGKMHWMGEQRRLGILVFDVSTMAFDTMPAPPALPDAGGAVLAT
LAGKLCVAHSCRETETMSIWAKSAGDEGEWETLHVIDLARWPAFSPRAAELVVPMAVDGRDGRVLLDAGKALGYYDARST
TLETTLRSPLSGRTAREDVRESASMRCRGRGAAGDNNKSMGEEQRQRPSSAMPVAPDLEEETGIPRCSPEMAVADDDDDK
SMGRSGGGASGVGSRGGDGDPRDAARRLVALRSGSSSGGTVRAGRGRGGAAAAVTLAGGEKARPTWYGGVGGEEDVVRWR
RQDEDGVREEDEKSDGSGMVPILEFFSGIFLICQSCSGMDPINPISNLCDKEVIVRHPSGYTFNLCIPTKKSRKKVEKRT
G*                                                                              
>Osat_LOC_Os12g43770                                                            
MHLLPDDVLRHLPRRSLAASRCVCQSWRVIIDDRSLLATAALLPCTLRGIFVQIGVPTLSGFFARPSPAGTRRPPIPGVL
DLDYLDTNQIEKSLLTIVDHCNGLILLDHHVVNPATRQWTRLPPYPPESPGSDIILDGYHALVFDPAMSPHYQVFLMPYV
LRRATVSGQWPPSPLLLHVFSSRTEPEGSTWRWEERSFVREGNATMGTIDEVCSSSGWEPFDTYSVYFRGSLYVHCQNNC
VIRITIANHRYRIIKLPGDFVGNQNITVDPYLGKSQEGVYYALVIGLCRLQIWFLKEYQSSYSSYSNSYCGGINGDGGGM
ETTTMDHEHEWVLKHDADLGPVLAAGYTLNDGGQQWIWHNIDTKKKNKESLVKEEEFEWNDSDDENGSAGEDRQYKGYIS
QVFGFHPFKEIVFLYDTDTRVVAYHYNRSKVQDLGVLQVRERVSRSFSYTPCWMPDLPGMHN*                 
>Smol_XP_002994650                                                              
MPPHPGLPDVLWFYILSKLLDVESLVRASLVCREWNGFVRREGNDIKQRCNSPLLFLQVELRRLACFNPKSGQLYDPNTF
FLPPEVSVSLSSIPVASSNGWVLWRYYTKEDMVSLVINNPLVRSSSVTLPHCHDVLTEDWIEPENFAVLAAKDGSSFCIS
FVVFGTIYAYAYTAGGHDHDQNEWRTVGNGRYRGHRVAWTDFEHCHILGESGHWVYKPQNDECVLVGKLESLEDYKYGAF
GLVSLRGELVTVRFMNGPMRLSLVKRVDGFVKEEEKWVCAEIVPYRRKKVFICSDNEFHHVPWNQTVLDLKTGVWKVEKL
VTPVKFKWCPLMKETDEAQPWPKDWPMSHTLAFVPNPKI                                         
>Smol_XP_002994646                                                              
DYEAKRWIDRRVEISEAFQAFAPDLLVYNAGTDILEGDPLGRLEVSPEGVKERDEIVFSFARQRNIPIVMLTSGGYMRSS
AGVIAESISNLHSKKLIDLAGATMPELARSLPCCSNRLMELPPKSCQLPVDVLVHVFSFLDPISLATAGCVCRSWNSEYK
DANLWQKLFTVVLENTSFDPTRVLQLAGFELGDDDSSTPLRVKDVSIQKIGCWKKAFEIAVLRSPKLLYLFTRAQCLTCK
ATFWSSELCLQTFANQCSKKNFQEHKLRPLLLEQVVSFVLMGSRQAYNTKKDSDSDEDQYLPYAKLWEYAKWLR      
>Smol_XP_002993019                                                              



MSSRARIMDGGQEQHEPSFPLWHSLPEDIMDKVFAFMPIESLVAAGLVCKSWNSRIKSSNFQRVYRSTPAREAPWLLACS
YNCRDKSCAFSPTLNKWLNVSLAFLPPYMRFPLAAIGGLIFMRAGLSNLGMLAVCNPIMQTWKELPQMTYKRFNSLVGVF
QVDDSSGYRIIVAGGTSECGGDYECSTEIYDSRTDSWTVLGAIPRYYTVKITVWTSKTVFCQGTLYCLTSARPYNLMSYN
LGTRLWSEMKVPRPACLYSSFLLKRKEKLLLVGGVGTDRVCERIHLWELQVESQQWLDKDQMPQHYFQMFYESKGDFDLK
CAGSGDLIYFFKSSHSGMLVCDLSTTPASWQWLPSCPFSNHDIKFALRGLFLNPRLDYTF                    
>Smol_XP_002992968                                                              
MYLEEGLIHPEQCLDEQRRQQEGQEEEEEEFDHFERLPDSLLLTIFNKIAEIKALGKCCAVSKRFNSVASQVDNVVVRVD
CVLSGEDTNCSSKASKGLVSSLVKLVYGSLLRPFQVLQQMLSFSAGGKKSSGSRPVSATEVSHHSPGEVLRNFKEIQTLR
IELPGGELGLEEDIVLKWKAEFGSTVQSCVMLGAYREKVADVKPLESKEAAEEDDNGSIPETFYTDGSLKSRVVWTISSL
IAASARHFLLQQIIAEHPTLERLLLTDADGQGTLCMSKEQLCEFRDSPIAAASVSSNRTQVPALNMKLWYAPLLPLPDGT
LLRGATLVAIRPSDTPAPKDLQSLVAGAFQEPYASAASLLVKRRTYLLEMNAF                           
>Smol_XP_002992275                                                              
AQQQPSSRGASLVKQQAREQGQEDVDFSQLPFDVLRRISGGFSLPNLWAASMVCKSWYQALSSLREAVTFVKWGKMYKHG
RGGVPQDTGMALDSFLKGAARGCAAAMIDAGLLLWEQGRREEGIQWYRKAAELGDVAGQCNLGLALLQEPVDASEAVKWF
QTAADAGHVRAQYSLALCLQQGRGVEPNPGKAARWYLRAAEGGSSRAMYNTALCFLSGEGFARNYHHARHWMRRAALAGH
RKAQFEHGLTLFAEGDGGLALAFLELATRAGETAAIHIRDALVQQLPA                                
>Smol_XP_002991962                                                              
MESPLPLPLPRSLQEMILAKLPLEDLLRSRTVCKFWRRISTTKSFLRRYEMVISAKPWFLFIHGRTGFVIGNDAMTGKPR
RFSRQPWIPTAQDTSIVSCSLGLLLLQDSQGHFTVVNPLTKETKKLPALDMSSGKEIVYSAIQCSRSASSYKVFTMGVMD
ADEISGFLYKMSVVQPVDRPIPVPDIHDYKQPFMRVYCSETGSWTSITGFPPGFVLPFRALCKVHQCFIANSLLYCTSNN
VNNRPEKIARFDIPKMEWLPTPVDIPEDLMLMSFMIDSSSETMIVVADKDTGKLFKAVIEQEKLVIAAELQVPSEILPTN
KLMFGMMEVWGFGHALFLHVPVQKSNAWDLKKWDGRSLMYEGKNIAEEPTMQCWFVSLHNSAVYFQCLPEPHLPIGTVMS
GAADLLKLVYTPSLRFPRGKFHTINLLAPPVLFIKILASGSFLSVLRLKRNRSLSCDNETRDILLVVDHSSIEGLKYSSR
HIRALATWRMSDSILSS                                                               
>Smol_XP_002990899                                                              
MSTRSGHIADSSPTHTRHSDRILVGSTSGVVCRDFQRGSCRFGSHCKFVHRQVADPVSSNRNVRTVTSGPRILDTMANAE
RPSPTTPRVRAMPSSSSPEQQGNEDKGVPQGFRLKRGMAPGVESVAPVVPDPAEETQEEFRKAILQYATQMEKKMHRGVS
LQACSLGLLVRHIKRCPDISPALKSLLHSRIDNISLEPCSVTYQHKCHLDEEAALQHYSKFIDEALSMLEEEEALEDLRA
SIKKVKDKSAVAPSVAPSTRCFEASVNSVASTLQPRRRRASKIKAAEEENLSAEEEEYFSADEIFEDESMILRLKLLHLQ
QLAKYVVSMAALMYEYVSLNLAHVNPLLKQLEKIKNELKEALNNLWPTKVSKEIVECKYFVSLLQNWEAFLPLMRSGQSP
EATLMILVPEAYKNHCPTSIQRLLIFTSITKEAWDGFALLLMELLMRSGRTREETLMILVPEAYKNHPTQVIDFYEYYTG
QMMELLMRSGGTREETLMILVPEAYKNHPTQVIDFYEYYTGQMEAWDGPALLLFSDGRTVGACLDRNGLLDIGKRRMEWL
LRLVLISSPKVVYRPWDDDSHRLELWKGKNKNMLCICDNVLRLQLNRLWTLTSSFRDSNFRASGYSSEGVQMVMRTDFAG
NKSSHYPLREVSLDMNTGKRENLLEEKAENAAQLKLVSPVLNEGELETLKTDPVLKASTIPTFFDISNGLEGSLSSAGQA
EGADEAVKPAIPMLLVVHHHLIQNGLRASASLILPNAFVHRLLGLWSTIVSIWEFSCIKVSKLLHRAVREKNESAYAVYE
LPTVLRSRISPHLFLLQANVEIIHVGGLGLTSVLKFYQLQPGRAHNVVCFEQHPDKWKTSAGETFSAGTRLSYQGGVRAG
RMERLTEDLLLRVFASLELDDLGRLRCVCRSWDSAITSHEFAKQWKGRDEVCCVLRTKDSIHREVWFPGSGARRSTGLNP
GPRGCFSIGVSSSHGLVCGLLPEEGRYWNTPDTAWKFVVGNPLTNKWRRLPPIDIPSRPLYTMERIHLQADPSKGSYKLV
ITYSEDGVDYQVIYQARQYDSESRVWTSAVPFIGEHDCANTKIDGSMIGSAGLQYPPYFLMGYNPDSMAWSCHKHFVGGR
DPTPLNESVYKEYKLDSTTLCDVLRWRGRNFMVTHSFSCVVLWELDTVAGEWKVLSSRRYKELYGRMPSRENSEIQALLV
GSTIVFSDCYETPYVYAPYAYNLEDSTWHSSTCCASADTDTALGCAFIPSFNIEP                         
>Smol_XP_002990856                                                              
MLGPCSVVVTDALDVDFPIIYVNNIFEFITGYKAEEVLGRNCRFLQFRGPFAQRRHPLVDSATVTEIRRCVGEGIEFWGE
LLNFRKDGTPLMNKLCLKPIRGEDGRITHIIGIQSFSEVKLDLGPLPPPLWRNQSSQHWLVRRHLLDDGYSYASSPVGPG
QSSKDRCGILRLSDEVLVQKILAQLTPRDVSSVALVCRRFNEMTKNTDLWRLVCRNAWGRETTAVLERVHNPRSIDWGKL
ARELTTLEAAAWRKLKVGGAVEPSRCNFSACAVGNKVVLFGGEGVNMQPMNDTFVLDLSAACPEWRHVDVGSAPPGRWGH
TLSCLNGSWLVVFGGCGRQGLLNDVFVLDLDAKQPSWREVAGVGPPVPRSWHSSCTLDGTQLVVYGGCADSGVLLSDTYM
LDISKEKPMWREIPVAWTPPSRLGHSLSAYGGRKILLFGGLAKSGPLRFRSSDAFTIDLGEEEPTWKYVTGSTLPGGANI
GGTTPPPRLDHVAVTLPGGRILIFGGSIAGLHSASQIYLLDPSEEKPTWRMLNVPGQKPKFAWGHSTCFVGGTRAVVLGG
HTGEDWILNELHELSLSSTSQWIRRLQ                                                     
>Smol_XP_002990505                                                              
MPAHAGLPDALWFYILSKLLDVESLVRACLVCKEWNTFIRGDGSQIKQRCNSPLLFLHVEWRRLACFNPKSGKIYNPNTF
FLPPELSFSPSSIPVASSNGWVLWRYIEEEMVSLVINNPLVPSSSVKLPHCRGIDRFWIEPENFAMLAAKDGSSFCLSFV
NVDKIYAYASAVGQNEWKKVNKNLRWRRHRIAWTDFEHCHILGQNGHWVYKPQTGECVLVGKVESLEVYANGFGLVSLRG
ELITMRSVRKSMRLSLVKSVDGFVKEEGQKHRWCLI                                            
>Smol_XP_002989529                                                              
MSFKNFIRDIQELKGGIGSISRRSFEVRLSQPQQQPHHRSRSSSLASVGGDPAAPPDHRNEMSRQSCWANMPPELLRDII
QRLESSDNVWPSRKNVVACAAVCSTWREITKELVKSPELSGKLTFPVSLKQPGPRDATVQCYIERDRTTATYRLFLGLTP
TLTENGKFLLAARKSRRATSTDYIISIDPEDMSRGSSSCVGKLRSNFLGTKFAIYDTQPPHSGAIASTNRAGRRVAAKQV
SPKVPAGSYNVAHISYELNVLGTRGPRRMQCTLHAVGAVSMDSDSEGMAVPASTELSGHHADDSSSFTFMSAKPSAAAPV
ADDAVGEPGLSSSGGDRYVKGDPLVLKNKSPRWHDQLQCWCLNFRGRVTVASVKNFQLVAAADQPPAPVCQGEQDKVLLQ
FGKIGKDMFTMDYRYPLSAFQAFAICLSSFDTKLACE                                           



>Smol_XP_002988002                                                              
MLEEDADKAGFFDKKVGEAEATGPSYFTQGTSSLWSTDGFGKEGPFECSVPTSPHEGLFYVLPYLLLKDLLSVEQVCRSL
KDAVSCDVLLWQHLKIDHSLSTKLTDEALLKLAARSQGRLQSLMLVECLRISDEAVEQVVASNPMLSRILLPGCIRISVD
AVVRMVEFLERGRSQGLGVKQIKIRGLSGVTKDNLERLQMLLDERAIDVEACPRCKQPRAVFDCTRDKCRDWKALKIPQC
RGCIFCISRCEDCGMCIDDTDYEETFCLRLLCSDCWLRLPKCLECNRPGCESSSDYFIRRPDAIFVCPDCQGAYKNGAGL
EFYVI                                                                           
>Smol_XP_002987971                                                              
MATTIIPGLDSDAAYQCLLRVSLSSHGQMRKVSRAWRDLVSSAKFYDDRAAQGLDEEWLVATVILRQENELLIMAFNPSS
SKKAWMVLPPPPRGFYATGGFDCRALGSKLYLLGLGQGKSLSVFDSHTNRWTAAAPMLCPRFFFASAAMEGQLYVVGGNR
ERQEQDAETYNPLEDRWYPLPPLPPHGTMAFRNALVVDGNKMVILRAECLKGGFSL                        
>Smol_XP_002987945                                                              
MAAASGSGDGGGGAAVLLSRLSEDLLVNIFSRMEEDPRHLAVLACVCRRFGYVIRSFCWRNQCMRALPTIVPEVLEHGQA
RQDHQDQLGEPAGGWATLFRILVCCPGLDSAGVLLDSWDFGLERELAGGGDDDHTRNGDEHRSKKRIKLVGAGPHVASGS
PTFSRELGNKLLASRFRTDSLYLCDWPGCVHSEERRKYKLFRGIFKDFKASQVCRNLRDLKAKKTGESCAFCLAPSMWDM
VTSFCLRRSLEYHDDGEPVVRAYVCENGHVCGAWTDQPASYVL                                     
>Smol_XP_002987863                                                              
DLTTRLTDDCLELVLEKLPLKDRRSCSLVCQRWFRAEAQSRQLLLLSANANLSPNLPDLLHRFKHITKLALRCDRSSASI
DDGGLLLVGRYAPQLERLKLKGCKQITDQGLEDFSKLCPSLRKLSCGSCGFGARGLDAILANCELLKDLSVKRLKNLFQE
PDASVRAGAGKLRRLCLKDLANAHVFQPLIAGSTQLHSLVLARLSGDWDELLAAIPRRLTELRMEKIHVGDAGLAAISAA
CKALEVLYVVKCPQCTNAGLSALAHGCRSLRKLHLDGCFVGRIGDEGLAAIGQRCPELQELVLIRLNVRSASLALGLERL
AICNSESFGDAELSCAVLRCRELKKLCIKSCPISDVGLEAIAAGCPSLVKVKIKKCRRVSAPGASMLQSAREAVVVVVD 
>Smol_XP_002987821                                                              
AQQQPSSRGASLVKQQAREQGQEDVDFSQLPFDVLRRISGGFSLPNLWAASMVCKSWYQALSSLREAVTFVKWGKMYKHG
RGGVPQDTGMALDSFLKGAARGCAAAMIDAGLLLWEQGRREEGIQWYRKAAELGDAAGQCNLGLALLQEPVDASEAVKWF
QRASDAGHVRAQYSLALCLQQGRGVEPNPGKAARWYLRAAEGGSSRAMYNTALCFLSGEGFARNYHHARHWMRRAALAGH
RKAQFEHGLTLFAEGDGGLALAFLELATRAGETAAIHIRDALVQQLPA                                
>Smol_XP_002987196                                                              
MAALCSPQRKDTLESDGDGGAGITFSKFKYRFQNLLTEVRALKKLRSKEADQDKEKASLQAQITEATEARQKLENAIKIM
ELEMSAMEKNVASSKMQLKAVLDSRNTVMEELKIANYELEQKLKNTSSHLSVAMEKLSRNTMLFEAVEQEASSVKRTLDE
TRQIVASRADMVAELQQQVAWLVDIEQKLLDKARLLECELRNKNKSSEAKDRTISVLTMDKQGLIGEIESLKAVVKRFQE
AAAEQDSSSKILREKVLDYQHLLREKSKMCEGHLPSSQELRQGDLDLEENHEAAAEAQIQDKSPARVEEIKEPIVVGCSS
DKEDATLTNDVGTREEHLQQCAEKEEGGLTSCTCGRPPDSSMLECVSCNNQFHAAYVSWEESSSDLSLFVDIFAHVSSSA
MEMQCSEAQKQGRTTLAGKNHMDSQARDMKSSSSGSLLDDSVWSQLPEDMTRIILARLPLPNLLQVRTVCKKWEATIRSP
PFLKLCSDLPSRAPWYLGFHGFRHEQGWAFDPSSSRWYTLDFTFLPPGRCAAAAGGLLCFCQDSVQANSLYVCNPITKVW
RALPRFPGSIKQVAMRVDKAEDTYLVIAFVQDDVKCGALLYRKGDDSWREAAAMASHPQLLNIVDAAFCGGVLYCLNKCV
TREWQYIQCYHFEQDEWSDLGIPMPSAFRGQDLVQMPYLVDHGGKLLLVEKIISSFADNSTTLAAAAAPSLVDKALKPAI
KASVGIHELDLGAREWKNVAGTLEHTTLFVGSFTSRAVYCTVSVYDAIQDSWHRLPEFPRQRMMSNWIFGKPKRNLGVVI
PLKGLWESLPHRLETLQQGQDHRNQQSAHHQPGLAFFPQDPKIFFFSRNSDGGGAVATVLVPE                 
>Smol_XP_002986853                                                              
MENKKPLLPHNKWLHLPSELHEKIFALLPIAAITRCRAVCHTWRSILLSPPFLQHWARIAAPIPWFLMFRDHKFRAYSPA
LGTWHDIPAVNPSDHALDLTCIVASAGGLLFLSSQKKKKGSPPLLLVCNPLTKSCRILPGLSRITLIYVMGMMESGWNSY
KILVAGVASSSSQELITEIYDSASGGWECQSSARLDAFQDFSGMRAVWSDGFFYCLSVPPYKLVAYDMGKRSWITLDHAQ
QLPALAIPNLASASLLVCRGRLVMAAKITGAAASKRVRIWEFDAQSCHWKDAIANSDPVLQEFCKCVSYFMALQRPRGLD
SVCFNSWCRWRTLMYDVSQKKWHWLPEHCGRFKDMLSGLTYEPTFLARA                               
>Smol_XP_002986312                                                              
MTATAAASSATATSATASPSSDDEFSSLPDDLLEKIFAALPLLSLFRARAVCKRWHGITTSKSFMALCAQVTTHKPWYLM
YKDSEKMVGVAFDPTSRKWHNFVLPPLDDPSASFVASAGGLACFLDKTNSEVAYVCNPMTKAWRQLPRPPERLSSDYCAV
AMCVQGEDYKIVVARSTPVTNDYAQWSLSIEVYDSGLAAWRSPRFKLLQGWRPGEESNICNGVFYCVTHSTVGAGHDYSR
HGLIAYDISHGAFQDLILPMPCSLSCVRLVNCWERLVMVGGIGTYDFIKGVGVWELQGEWKQISRMPTKQFHGFAGGLDD
VFSCSGHGDLIYIHSYGSPQLMVFDIPQGSWTWARACPVLKRDPLHLFTGFCFQPRLDVSV                   
>Smol_XP_002985442                                                              
MKRILCLPEEVLEAIFLRLPISGVIRVRSVCKHWRKLVNLPSFTELFSDSGVISWDAIIMDSSTAVMHWGGHEMYSATFR
DNLVIAAHNKRYYIGNPFLGSWETIPEVQDEMVQFDSVCIKGDDGCYKLVAWGFHNRVWTFSRGQSCWVEEKDLPRSLAS
TPVVFDDKVVSINIDKESLTIYDTTTCEFLFRDLSVIGMRGQAHLLVWEKKLFVVATEDEDLEGKIKIWDITRDEIRLEA
EKVEEKLPVLSCFYPGRV                                                              
>Smol_XP_002985305                                                              
MLLPPPRIPSPSSSLQSLLMASLPDDLLVECLARVPRGSIRQCAMVCRHWRAIVQSDPYYRARGKLRMLESFVVVFGGIG
SGLSSATYSQSTGQWQAGLLFPDNHDHDHDTSSSDHTFIHAQSAVLQHRILVLGATLAGDCTMVYDTWRRTVARAAPMLL
PRKKFACCVIGDRVYVAGGASRCRASRDVVMHEAEVYDPELDTWRRLPDMRHRRYGCIGAAVDGIFYVIGGIRRPYAYLS
SMDCFDPRVNAWLKSRPLPIGGGCVISCTVVGSCIYMLSSHAVELSFWRYDTRGQAWSRINLPPIPSPLRIDNLLKFSCV
TVGSAVHIIQVGGCIDDLLRRGGRNPRGLREGLVLVYDTRGQEWSKAPHLPDMRNGAVCAVVQC                
>Smol_XP_002985296                                                              



MIAEVLGYELLARILLSLGWNSLMQARRVCKEWRSMIRSPEFRTAWRQQQRDDDEEYVLLTAYNGNWDRLPRPQQICVWS
PKSRTVSALPPWMKDTLPPGSFDIVASSMASIPRLAPQVHSGRVYSMTADPATGEFKVVDAFNYHFYDSSSRAWTRVADY
PEGFLFDTARCIIVPHKEPLLNDPTLVCVPFVWEHKGERYVAGAFRIKEGDPQCRVWSMEEPMDMAGKREASCVLDVEKA
WSSGHCREVASSFLDITDVYWDDFLTLECQAEGNLLCLAGQCRDRYDDGHKLGDCGGEPLPPAVYDLDRGEWFHIRGKSE
AVGQYSVGEMVHYRRAVVYRPSLVRPSGGGALGLDPEEEERLAGHKRTGEEQHLEIPKLRQRRIKAIGFWDEVYEDIFFL
>Smol_XP_002985004                                                              
MAGHESRRGGSIGLRRSSSAHHHRAGDAAGPHKLLRTVSQRLRRLISGEIVPSVNHGSGRLFFGRDFDDDRPGAARIIHQ
EQAIIDHHTGKSRPGFFLNFSPGERFPGRTLQEQEEEEAELPEEPTSRCFSRMRSSRREKLLASSLDPSGSARNLCRGCF
GSTIPPEELPDSSMFGQDDGHQQQHSIVLPDDVLEMCLARLPFDSLVRARAVCKKWSSLTRSSHFLQLRDRMGSPRPWLF
VLGLSRDGVSLGQIQALDPTLDRWRSIRADALAGRLLYSVASSGSKLFVVGGCSARASSDREKGGFLKTHRSVLVLDAFT
GQWSKAGIGMKSARTTPVVGVFEMTQGIKLKLFAAPEKKTTTTTTTTTNHRRIARKRSAEIGVFRGSSSTGPGGGSSFMD
QISARRWQRSYSFRELTTSLGSSSSSSKPSGSSGSGSGSSSAFGLIVIGGEDERNQTLSSGEVLDFVTVCQFAGSRRKRA
SWDRASKQRMGQDVDSSSCLTKAAVIVQL                                                   
>Smol_XP_002984999                                                              
LLILAVHAVMLETGFVILGCPTIAGASSIKYTLPELGQLKNDEARVLLRCQSVGEFMVVYGSVQGSSQIFRLSLSISKFL
GEQDQASFSLYKDAFALWKEIKDNLTLRLLMLLCEIAGLPLPACFQILPTELKMKILEFLPALDVARISMVSSELRFLAA
>Smol_XP_002984920                                                              
MVRSRGRIVNGASGSSASSLWLEFSTLGIRNLIPGLPNDLACVCLACVPLWQHGRLRSVCRSWNAALSGDFIIQLRRKLG
KGEEFLYLFRDDPSLCRGEVFDPRAQLWSTFSPMPCNPSRYSMSNFECVAAGQQLYVLGGSLFDARNFPMDRPVASSSVF
KYDPVRSQWEQCQDMKTPRGSFACGIFQGCLIVAGGGSRHAQFRAGGDRICEAEKYDLARDSWESLPGLHSIRAGCSGFF
VGDEFWVIGGYGEARTISGVLPVDEHYNDGEVFSFGSGSWRKLEAMWEDGERLRLGRIAVLYGDVDGLPSVFMLENSKLL
RYDFGSNRWYPESELPSPLAAESSCRLVGLDGEVYVIPGGVNEQRYERSPRSWSRSTTRRCNILFQIYHPVKRTWRAVVT
KPPLDHQHNPPWGAMCVMKL                                                            
>Smol_XP_002984876                                                              
MSQPPTVISQVERDDDMFYEILKHLDAKALAMAACVNRRWRRAAEDETLWENVCTINWSSASGASSQASQLRSVVLALGG
FRRLYVLCLRPLLSRSSSVPAKASVQQQEKWSKDEVHLSLSLFSIDCYERLGRRYSNCHGSPLKLLCKSSRKADQRYLVP
NAAAALELSGVN                                                                    
>Smol_XP_002984539                                                              
MSGKKSSSSSSLLPLRSILREFQDIRDGIGSLSRRSFEVRLPYHHRSRSHSVVLDEPPVRDVVVLQQSRWASMPPELLRD
VIQRLESSEHTWPARKNVVVCAEVCSQWRDIAKELVKTPEQSGKLTFPISLKQPGPRDATMQCFIKRDRATSTYHLCLGL
SPNFDAGLQEHGKFLLAARKVRRATTTDYIISLDPEDFSRGSTSYVGKLRSNFLGTKFTIYDSQPPHVGAMPSNSRVGRR
FGSKQISPRVPAGSYNVAHIAYELNVLGTRGPRRMQVTIHSIPASAMDPGGVAPTPTVFANPLEDAQLPFPVSKSKVSDC
STAPVVVPFSGVMSKDGPLVLKNKAPRWHDQLQCWCLNFRGRVTVASVKNFQLVAALEPGQQAHADHDKVLLQFGKIGKD
MFTMDYRYPLSAFQAFGICLSSFDTKLACE                                                  
>Smol_XP_002984357                                                              
MDILVHIIEQEVLKRLPPVALHCRIRAVCRQWRDLVDSPGFAKFYSAYYSKSKHLPPPRVLGITRNGEDIYSCNPFVARS
EAPKDWVHQDVYSHIRVFRTCGGLLLGTMGDDYVVLNPLTRALKVLPPPPLKEVSRAVVYILLRLHSALVLEPSMQRYWI
CIAEERLHVYDSRSGVWDQVDYLPGWSHLIYGVGMANSKAYFNSNQGILSFNMEEMRWSIEWSSSNRPMGAGWANWVVTT
APQFFIVVIGAVCGVVKMMLIRLDCASKRFVKEASFPYNEECHLIPPACFYEGTFMIPDKSKVFFLDYESIQVFISSLAH
PFMINKFSIEQYKTLFKLTALKECGRNGRVDHDILSL                                           
>Smol_XP_002984107                                                              
MDPHLWGTLPEDILDRVLAWLPTQALIRSRSVCSRWNSITSSNTFLHIYSRVPSKDSWILMFADPHYKSVFVYIPKTNKW
LNMPLGFLPSHVDNVTVAGGLLCFRMLDSNGSSSMCICNPLTRTWRKLPPMLGRWCGNLVGVVVDNEHLENEERSTYKIV
VQTKHMVPYGLRTEVFSSHTDLWTITGASEANFTTGSAFCNGHLYFMTWEAHNGEFICDGVYAYNLEQGIWNRALAPMPY
FYICPHLVECGGHLLMIGGFWEQPAITVGIRVWELKQATLEWAIVETMPQHLFKHLLKRPGYRLFNCVGHGELIYLSECL
SPQLFVVFDFPRKRW                                                                 
>Smol_XP_002984021                                                              
MEDDELWDLVLTDEKGRIHMKPLEMPAHLVAISLTPQGSTSILPKGVGSKQYICHRRIPPLRDTIQSTEEILELVLLRLP
FSSVVTSRLVCKEWKSIVDSPSFMRCYSDNAKIIEEMEKSDIPTYRIIDSNNKIMLWTGQAFLSVDSYNQGLMVAYSLKE
GQYYVGNPFFNKWKKIPMLEHSSHHRVRIFVNQESYKLVAWEDLGSVLTFSRGQTCWSKTEGSGFTTDPVMIDDKIFVVD
TVKERLIMYTEGGSFSYRALRIGCKYSVYMNLDCKTYLRAWERKLYAVVIIENAPYSTKVRIWEIPDKVKLVSEKVFDVA
VGLALEVGSGQYLNFSTSDGFTCSYDMKVNNSWESRRSRDVSPISVKYYPNL                            
>Smol_XP_002983996                                                              
PSYGATGFQDPSSPMDPKLWSKLPEDCVDRILARLPLPSMFRLRSVCKRWNSFVHSEAFFSLQSEISASRSSFLLCTQGR
VSCVYNFSLDGWHFVPVPRIILPIDIPPVTVVSASGGLLCYANQVAECSTLFVCNPFTKVLREMPPMRRVRLIHKLSIVT
DPSSKLYQIMVSGEDGGDVGQMLCPHVYKLYTEVYDSRSGSWEMAACPLPEAKFGSDPGVWLDSGSFYSITELPYGVVSF
DSKTRTWSEVKAEMPSGLASPSLVAYKKSRLLMIGRVKGRSSATAKPELKPATAMAAMVEEGLKVWELSHGAGLGTWTEV
NRAPVEMCREFLDALKPRTPLVCSGVGDLVCVTSHLSPKALVFDVSRGSWRWLPRDPLFPKKRNFHLLGFCFEPRL    
>Smol_XP_002983889                                                              
MGRWGAFDQDEGRCGNFERLTEPSLVLHIFSLLDLPDLFILRAVCKSWYDAVLSPRFIELYKPPEPWAVLRVRTSLPADR
ELRYDEEHFDYGMKLENHAELWHPHRFQRKRCSLPLGPSGSRFVGLCSSNGLVCGMLMEHTDSMILAVGNPITDAWKALP
PAIASAHRARPAYLYIGMETDVVTSSYQIVILYQKNQITPVEAPGQDDDDGRIFSLQYDSDSCSWHEGPFFSTSNSLGSP



LRGCAFFYTGENIFTAYDPHSRAWSHVVISPPARNEQEQEDESWANWSYGYIGAFMYKGKCYWASLLFDPEKLGEDIGVA
IWEMKQESSTWVLVSRVLSKDLFGPSCCLSGGDKDMTVRLVEDTIFISAFYRKESHGVWPPVAYDFTLSKWYTCCMYNED
IECSYVLLPSLSAKP                                                                 
>Smol_XP_002983796                                                              
MKGHDLLNDVLPDEALIHILSYLDVPSDRGSCSLVCKRWWQLESETRHSIRIGASGNPDACVTAVVRRFTGLRDVSFDER
FGFSLIQNGDATSRRGRKRRRGADELSPLLTESLWSSLSDSGLMLLGQGCPRLEKLTLVWCSAISSTGFKSLAENCCGLK
NLELQGCYVGDDGLKAIGQFCKLEDLNLRFCDGVTDLGLMAIATGCAKSLKALIISVCPRVTDATLAAVGKNCSLLERLT
LDSEGFKSDGVQAVARGCPRLKYLRMLCVNVEDEALDSVGRYCRSLETLALHSFQKFDKGFLAIGHGCKQLTSLTLSDCY
FLTDTTLAAIASGCTELSSLEINGCHNISTSGVRAVGRSCRKLTEVVLKYCQKIGDDGLSEIGRGCKLLQALILVDCSAI
GDSSIRSIAGGCPGLKRLHIRRCYKIGDKAIVAVGQHCERLTDLSMRFCDRVGDDGLAAIGAGCSELKHLNVSGCHRVGD
AGISAIAKGCPELIHLDVSVCQSVGDEGLAALAGGCRSLREIILSHCRSITDAGLGFLVASCTKLEACHMVYCPYVTAAG
VATVVTGCLSIKKVLVEKWKVTPRTRRRAASILTELCMDL                                        
>Smol_XP_002983767                                                              
MGRKAWAMVMCCEELVALIVTYLGRRDLARCCSVSKLWNQCCRWQLAHGRGLGFLIAPTEGSKLWMRDSNTGEEQWVPLG
ISDSAVLGTCEGLVLIESDGVLAIGEPSVKRWKLLWRPRIDAISAWLGRVQGQLLILIIDKSGAVQKYDFANDSWIDVCR
PSRRIALIEECVLLRGGCYRLFEKLTHGHDYVFDDIYKLDLRRGVWDKMNMRRESVRKFECLRIEKKVVEWRGKALMYTL
KVFDQEEELREGRGFDTPRLYELLADQGKVVELLTRLDAANILSPELPEVVSDDYDLFWITRDRNVFKYSVADLSFNKLV
QGSDAAPNLYLPGAYFYIPDGGEALSRNILSHLPDVPHDY                                        
>Smol_XP_002983752                                                              
MTGKEELNAAVRDVIELKEKLHDLLLATEIAIGDTMNSFDRKEFKKEINRILQENPYSRSIARKGRDAKAKAKKLEKLGE
AFERAVMTAGAAVNELDLGTMPAHAGLPDALWFYILSKLLDVESLVRACLVCKEWNTFIRGDGSQIKQRCNSPLLFLHVE
WRRLACFNPKSGKIYNPNTFFLPPELSFSPSSIPVASSNGWVLWSYIEEDMVSLVINNPLVPSSSVKLPHCRGIDRFWIE
PENFAMLAAKDGSSFCLSFVNVDKIYAYASVVGQNQWKKVNKNLRWRRHRIAWTDFEHCHILGQNGHWVYKPQTGECVLV
GKVESLEVYANGFGLVSLRGELITTRSVRKSMRLSLVKSVDGFVKEEVFASEETKIDLSHGPFNRHCADGGLPDALWSYI
LSKLLDVETLVRASLVCKEWNTFIRGDGSHIKQRCNSPLLFLKVELRRLACFNPKSGKLYNPNTFFLPPEVSVSPSSIPV
ASSNGWVLWRYYTEGKTVSLVLNNPLVPSSSVTLPHCPEVKHDWIEPENFAMLAAKDGSSFCISFVDFDIFYAYSYAAGG
ENEWIEVNGPNWRRNRIAWTDFEHCHILGESGHWVYKPQARECELVGTLESLDNYKYGMFGLVLLRGELMTARPVKNSMR
LSLVKSVDGFVKEEVKWDSGTVVIQDRTKKVFVCLDDEFHFIPWTKDLVLDMKTQVWRVEELVTPIKYKWCPLMMETDEA
RPWPEYWHTSHTLAFVPNPKLN                                                          
>Smol_XP_002983645                                                              
MPPHTGLPDVLWFYILSKLLDVESLVRASLVCREWNGFVRSEGNDIKQRCKSPLLFLKVELRRLACFNPQSGQLYDPNTF
FLPPEVSVSLSSIPVASSNGWVLWRYYTEEDMVSLVINNPLVRSSSVALPHCHDVQLEDWIQPENFAMLAAKDGSSFCIS
FVLFGTINAYAYTAGGHDHDQNEWRTVGNGRYKGHRVAWTNFEHCHILGESGHWVYKPQNDECVLVGKLESLEDYEYGAF
GLVSLRGELVTVRFMNGPMRLSLVKSVDGFVKEEEKWVCAETIPYRRKKVFICLDNEFHHVPWKLTVLDLKTGVWKVEKL
VTPIKFKWCPLMKETDEAQPWPKDWPMSHTLAFVPNPKI                                         
>Smol_XP_002983154                                                              
MAAAQRLQLMEGGGGGGGGGGTGGGGTQNKITGGGGDGDSGGGTVFAHHHYHHHQALLEERLWSQLPEKLVDRVLAMLPL
PSFFRLRVVCKRWYSLLFSDSFLELSSRVAPSRHCFLLFRPGVWSQGFLFDPGERSWHLLPLGFLPSQIAVVSSSQGLLC
CMSEMAGYKTVVMCNPLTRACIQLPLTLKERFVPTVGLVVDRHTRGYKLLVAGDDLISPFAVKNLSSEVFDSSIQCWRMA
GALPRLCNLESAKTTFANGCFYCMNYSPFGVLAYDVESGTWNKIQAPMRRFLRTPNLVECRGRLVMVAAVEKNRLNVPKS
IRIWGLQHPKSVWIELERMPQALYEEFMRISCERAFYCIGHGNYILLTIQECSEVLMYDFYEKLWRWLPRCPFLGEIEHP
AQGFMQGFAFSPRLDAFVYPNMICC                                                       
>Smol_XP_002983138                                                              
ELIPGLPFDVALHCLVRVPHTSHPQMQRVCREWESLIASPDFYALRKKCATTRSAIVVAQAHKSPKSPEEQQPPKGALPP
FGLSLYYPSSRSWERIPPIPELGDHGGIPLFSGIAAVESKLFIVGGWNPSSFQAMRSVFVFDFSRGAWSRGSDMPGAARS
FFACCAVGDDSIFVAGGHDESKNALRSCDRYLVREDRWEPMPDMTQERDESRGIAIDRSSQRLGPKFGVVSGYGSDSQGE
FSRSAEFLDPATGKWSRAEDL                                                           
>Smol_XP_002983058                                                              
MNGLKFRGRVVKVVEKGAVVRAVVLIDVFFPLRHFITLSSWKGGSASAFAMGHLSCDWSRRKELEASSSSIDDGDVWNLS
ECHVVGCSLHSSVSTSVKNTRFSLHEIFNSLSAGDAGRRFVGTSLVCACDEDRRCSGLWDLPDEILTSVFSRLLPRDLLS
IAAVCRHTRELTRFIVPCMNLRLFPHQNAAVQWMLHRETNPQRFRNPIHKDLQTEDGFHLFLNSVTGEISIEMPELSDFR
GGLFCDEPGLGKTITALSLVLKSQGIFPSPPPGAEVCWSSSLSGEKIGYYEATSGTQRMSLLKRCMAMKGRRYQLGAETP
SEFGKRKAAADDSILEPLRIRRKLLDSYGDGSDEAGVGDIGAAAAVSQQPEVADDVWVQCDGCKKWRKLANGCGSPKDGS
AWFCKMNRNPQYQSCSAPEESWDRKDSISHLEGFHRKGSEPGLERNVSFFFSILKDRAALLNSEAKKALNWLADLRSLEL
TKMASSGIPVPQHLRMVSVTGRTDHEYEEFFLAFGLVPKQDKKKVPKWQYPEGLTGFHLDTLALKCALAKPVEEVTRVYL
SKATLIVVPSNLVEHWKTQIQRHTSEKQLRVYACLDSKNTPTSHSLAWDYDIVITTFNRLSIEWNSRESSLLMQIHWFRI
ILDEGHTLGASFSLTNKLQMAVNMRASCRWVLTGTPTPDTPYSQLVNLHPMLRFLHDELYGSQIKLWDAAVLRPFEAHLE
EGRLRLVDFLRRCMISARKADLSSIPPCVRKVKLVEFTDNHAASYNELVETVRRNLLMADWNDPDHVESLLNPKQWKLKN
TTLRNVRLSCCVAGHIKVRNANQDIQETMEMLVQDGMDPTSDQYGFIKGSLLLGGNCFRCGEWCRLPILTPCLHFLCLSC
VSLDCERCILPECGKPYQMQTPKARPENPNPKWPVPQDLIELQPSYIQEDWHSEWQATSSSKVSYLVERLRGLQQENGKL
PEKAIVFSQFLEHISAIEMQLTKGGIEHAGMYSPMPAASKMKSLRTFQENPKCVVLLMDSSSALGLDLSFVTHVFLMEPI
WDRSIEEQVVSRAHRMGATRPVLVETLAMAGTIEEQMLGFLQRCSDPSRGHHDPAELQYLTRLAFVRKHAATNA      



>Smol_XP_002982971                                                              
MARSSTDRRAGALGDFDALPDELLCSVLGLLEPRDIGAMACVSSVFYVLCNEEPLWMRICLSNRERVDSLVYKGSWKRTA
MKNKYVCMHFFSVLCFTSLYLYRRWYRCHMSLENFFYDAGAIERRKELSYDVFVQNYDVQKPVLLTDLAEDWPARRTWTI
DQLVHRYGDSEFKVSQSYGQRIRMTLKDYADYTRSQHDEDPLYIFDSSFGESTPGLLEDYTVPYLFKEDLFSVLSPSQRP
PYRWLVIGPSRSGANWHVDPALTSAWNALLSGRKRWAFYPPGRVPPGVFVDVNEDDGEIHYDGPTSLQWWMDVYPSLDND
SKPLECTQHPGETIFVPSGWWHCVLNIDETVAVTQNFVNSRNMELVCIDMAPGFHHRGVARAGLLALDDDEFEGEHDFTN
PEFLKKHIGPHPDHFLSETSADGMLNKRDFRDWLRKLQVERPDLRHQIWKCACLAIDADTWQRRLSSICNAHDFYFKEDQ
HIPVGHGSSPVYLLDEYAIKIYIHEDGIVTALQEIDHELQFYALLRESASPLAEHVPAVIAKGIVYEEGELFRAVPSVDS
GEILSTGMSMVSSKDSRAFWPYIVTRRCPGQNLAHCRGMMKDDDYIDLASFLGCQLRHLHTLSLPMKEEPVLGMPDVPQE
WTHFVSMLRQHRQTLAKRLKEWGSVPRHLLEKVEDYVPKDPVVLIGVAKVENGAAVPSRSAAWLHMDIMEDNIQMVPHAS
LDGFQNDRRAMQARYIFDFGDLRRGDPLYELVPLFTDVLEANVELLEHFLESYKLDLAVEGVRTSYRAMCYCLLYKYDAM
EAIFRGSKELRMVESWHELELILWGMLNE                                                   
>Smol_XP_002982927                                                              
LIPGLPHDVALQCLARVPRVEHCLLRAVCRSWRWIVETPDFVEQRRLLGCAEDWLYLHVGTSSGGKWQLVGGFSLWHALD
PYRYKWHALPPIPYDESVTGGQVVLGATSVVMNGNLFVIGGAPFGKAAIRDVWVYNPLRNRWKRAAQMITPRFACLAATI
KGKLYVIGGSGICHLTGYSLPCLEVYNPKTDSWSYKASARGIVTAHPCSPLKYIAVVDDKLCVIGPQNVTGRINAGMYDP
ESDSWLEIKPGLRSGWGKASTVMDGLLYTLDFGCYQQYVAEKDSWLPVKGKNADSLLEWDPRLVSAMAGSNGKLYMVGTM
GPALIVVIAPVRGGKVNQNVCWHTMKLPNGVDFLGDLGHCSCQVITF                                 
>Smol_XP_002982860                                                              
MQRTWTCRLIVKNLDSSLVLRREAQRKKLRKTNLRLTAADFSDMYQVIDFYKYYKGSMGWICIVADGTFNEERTNPRSNS
DDSDSRGLQKSPYTVHQVIDFYEYYTGQMEAWDGPALLLFSDGRTVLALIKTVSVLFDIGKPRMARRLGPGMMIAHRLEL
WKGKNNNMLCICDNVLRLQLNRLWTLTSSFRDNSNKSSRYPLREVSLDMNIGKRENLLEAKAENAAQLKLLSPVLNEGEL
ETLPVLKASTIPTFFDISNGLEGITFLDKLKLPMRLSTIVSIWEFSCIKVSKLLHRAVREKNESAYAVYELPTVLRSRIS
PHLFLLQANVEIIHVGGLGLTSVLKFYQLQPGRAHNVVLNKLRRLLWQATAVDKILRELRESKQSTKFGEKRISSVNHCY
MDERMQCNEESSQLLSASKHPAKWKASAGETFSAGTRLNQSMSYQGSMERLTEDLLLRVFASLELDDLGRLRCVCRSWDS
AITSHEFAKQWKGRDEVCCVLRTKDSIHREVWFPGSGARRSTGLNPGPRGCFSIGVSSSHGLVCGLLPEEGRYWNTPDTA
WKFVVGNPLTSKWRRLPPIDIPSRPLYTMERIHLQADPSKGSYKLVITYSEDGVDYQVIYQARQYDSESRVWTSAVPFIG
EHDCANTKIDGSVIGSAGLHYPPYFLMAYNPDSMAWSCHKHFVGGRDPTPLNESVYKEYKLDCTTLCDVLRWRGRNFMVT
HSFSCVVLWELDTVAGEWKVLSSRRYKELYGRMPSRENSDIQALLVGSTIVSRIATRLCMRMLHMRTTSRTQLGTRQLAL
RVRTRTLHLAAHSYPASTSSHRKSILREICREEDVKNSAILPALAPRHKIASRPICSYHAKLRLA               
>Smol_XP_002982787                                                              
MECITKDLLLQIFAGLELDDLGRLRCVCRSWHSAIASQGFAKQWKNRDQVCCVLRAKDSIHREVWFPGSGARRSTGLNPG
PRGCFSIGVSSSHGLVCGLLPDEGRYWSTPDTAWKFVVGNPLTNKWRRLPPIDIPCRPLCTMERIHLQADPSKGSYKLAI
TYSEVGSDYEVIYQARQYDSESRVWTSAVPFIGEHDGANTKIDGSVLGSAGLHYPPYFLMAYNPDSMAWSCHKHFAGDRD
PTPLNESVYKEYKLLDSTALSGVLRWRGRNFMVTHSFSCVVLWELDTVAGEWKVLSSRRYKELYGGRPSRRNSDIQALLV
GSTIVFSDRYGTLFECGHGHCTQLRIHTQLQRRAIGESREHLARESEEHVKNSAILPAPARSNSALTGKGASAPLSTDAQ
GLQHSTAEKHAQECGAAAEETLRGGFPAEGRALGRESGLNRSRDNQIQELEELLEGSSRLWAENQQLKKNLHNQEKKMEA
VIARMEEEHEEAVYPREEDGRNSTRQGC                                                    
>Smol_XP_002982785                                                              
MRLEEPRRRRRWSGEDWAVLPSELLDLILLRLPLLAIVRARSVCKSWNDAIQSPGFAHRKALLDHELGCVPKGWLVTLIG
RYKKKWVWLYDPRSGLRHQITLPASLKGTFYEAVVVGGFIFIEAGCVNCDDNFSSRYLAWNPITGFVKELFVPQAGCLAV
VSTNRSLKVYSLKPSGGGEESKKILSGLAGSWHRVAFLTYRNQFFFGTYSNGLVYSTKAFRDRTLTAQDMITFKISGVEL
PPQLERKCRWGLKLLNSEGSLLLLVACTPLRRDGNRMQVWRLIDGAPPGARWEFISAMPEEFYELVFRGKVTQHNWRCAA
VDHLVYVSSSHRRVEQQEGVVVLDLRTSRWSKVEPVHHERQHCPWSAPAAFYPSFASLDDSAMPPQPKFSPEDVGTSQPR
PAFLRSMV                                                                        
>Smol_XP_002982578                                                              
MVMCCEELVALIVTYLGRRDLARCCSVSKLWNQCCRWQLAHGRGLGFLIAPTEGSKLWMCDSNTGEEQWVPLGLSDSAVL
GTCQGLVLIESDGVLAIGEPSVKRWKLLWRPRIDAISAWLGRVQGQLLILIIDKSGAVQKYDFANDSWIDVCRPSRRIAL
MEECVLIRGGCYRLFEKLTHGHDYVFDDIYKLDLRRGVWDKMNMRRESVRKFECLRIEKKVVEWRGKALMYTLKVFDQEE
ELREGRGFDTPRLYELLVDKGKVVELPTRLDAAILNPYKYEVVSDDYDLFWITGDRNVFKYSVADLSFNKLVLDSDSAPN
LYLPRAFFYIPDGGEALSRNILSHLPDVPHDY                                                
>Smol_XP_002982543                                                              
MGRGAGNRNLKSAMPGALDLPESIIASILSHTSPGDVARLALVNRAFRDAGRTDIVWERMLPVGYHRFLKLAISSIGGGG
SSSKRELYEQLCGHILIGDGSEGLWIDRATAAVCHSFSSRSLAVTWGSTAEYWEWSSKHGARFDEVAHLKMVCWLELSGN
WKLSLAPGTYTVSWRLQLDSDAFGWDKEPVRFSLATLDGRPVSMVARARTVADNWVEYDVGQIVVEDEDELGEVELFFSL
QEIVSGTWKGGLFIDGVIVQPSHLIVE                                                     
>Smol_XP_002982424                                                              
MGEVLKEVFPLLTGRDLAACICVCRQWRDVGRDDFLWRRLCASRWPSICLNSSNSHQRSTIGSSTIGAIRGYRNLFSTIA
RSKRNRALPAPKLCFRDLEFYVDVWVGRRSVYSAIVAGPVVQSRIKDPPEGICDSMRQHLLSSEYKMSVPVLPYFQFSPS
SDVSDSDDGVCSMSMLVRRKDSDQIATIIDGSRFTYVDGLEKRAHAYDYLHISPLYPFLSEIRAWVALLLVERPPNTMAE
VFGIELDFLDTASSDDEVLLLLDILDWK                                                    
>Smol_XP_002982365                                                              



MAMVFHPIINDTEVYRPVKYFVTARPWLDLYGTRIRPVAQSYQIELDPSLLHRKLSEDILHEIFMRLSPYTLGKASCVCR
KWRYAIRNPVFWRLACLKTWQLHGVEGNRKILTQNYGGSWRKMWHHRPRLRFDGIYVSRNTYIRAGVAEWKVTNPVHLVC
YYRYIRFFPNGRFLYKNTALRLKEIAKTMNRRATKENIYGGRYTLAQSQVDAAVVYPGLRPTVLRIRLKIRSTTPGANNR
LDLLLLVTSGLDDIEVSTDEEILSSVENWEEDESHNPNVPAVTHKKGLAPFVFVPFEEVETSVLNLPVDTMDFYLPG   
>Smol_XP_002982276                                                              
MAARERKQGSAAAQGWSELPSDLLERVCLRLCVADVCRLRAVCREWSLFLRSAQFMHNHATATAAAAPPAPHQRWIVVYT
DQMYAFVNGRRWLPVSSPAAYRHHCRIPRRHEEEYQADVVADGAMVCVSRRSLINDNSVREVFVYNPVAKLRLDLPKLQL
KLEEEESDRQEWPRWRPWALSSGPGRSFKLLFLRYQSSQFYLFDADRAEWLLRTMPRSMMLETVQHDDFSQAATCIAGVA
YCVNWDRSAVLTYSVDKDSWGKIDTPLTRHSRNYLLIEPQIVKGPKLAPMLVAGVRKRRNAWLHPRWRRDADDQADVVSI
WELDTGSMTWSKICEKACELTSYALAGNEQHIFVIPHGNGEVLAYDTARNCKCSSRQSSAAGKRMDENPRGVPVILAWRE
PNLREKLGTRDGIRILLVHEFACDLKSKFLQVKIMSSFLLNF                                      
>Smol_XP_002981425                                                              
MDSLLWSTLPEHLLERVLLRLPLPSLLKFRTVCRAWRSLLCSDGFLESYSSISPQGPWFFMFTNHDYKDGSTFNPISNTW
HHIPLPSFPVNERYIPVAAAGGLICFCASTDGQKNFAVCNLITATWRKLPPMNNNPTYLETVGMVVDKGTGLYKVVVAGN
HEISVDDITTEVYESGLDTWRMTSSMPRGADPLLGTITCNGVLYSWCCDPDGLVAYDTYKDTWSLIQTPTPDSLVSNTIL
ESRGRIMMVGGLQEGNITSAICVWLLNVERMEWVEVDKMPESLCQEFLGDRTYFMCVGTNDVVLLYIGGGLRDMPMLLYD
LAERQWSRVPDCTLPDERLIDGLIDGISFEPRLDILV                                           
>Smol_XP_002981315                                                              
MARLRKATDSWCEPLLEADQCPCERLPDVVLCRIFMLLPPRLVARVCSFVCRSWRDVSLDPSLWSYYCQNTGLRSADEIK
LSGGWRALFIAVFGPNLVGSPCFRPIEQLEVDQAKSKAPGPWEPKHRVILDRIAVLDDVEENYHSYSHWGVEAGSQFHRG
GGDGVVRENPPVDCSPCPSVPLESVIATSHDWGRLQHYIGFQTFSNKFLDQSPPFVLTAWFAARRGSPGLFRINLLLRDD
LKNCKSVWDSGILNAKDEWQQAKFIIKDYNKGVRSVMVKLAGKCTTGERGFYGTKFTDVRLHFIPVCEIKNYADFDEGVF
LDTVA                                                                           
>Smol_XP_002981106                                                              
MARKAWAMVVCCEELVALIVTNLGRRDLGRYCSVSKLWNQCCRWQLAHGRGLGFLIAPAEGSKLWMCDSNSGEEQWVPLG
ISDSAVLGTCEGLVLIESGGVLAIGEPSVKRWKLLWRPRIDAISAWLGRVQGQLLILIIDKSGAVQKYDFASDSWIDVCR
PSRRIALMEECVLIRGGCYRLFRKHRTFDGIYKLDLRRGVWDKMHLSRESARKFEFGTEKKVVEWRGKTLMYSLKVFDQE
EELRECRGFDTPRLYELLVDEGKVVELPTRLDAANILSPELAEVVSDDYDLFWITGDRDVFKYSVVDSFFNKLSFARVVV
ITTLSFSIWSCQEGFSEAAMAGATGGQEEWDSLVLFSARSKAVQHVHLAHDIIVKLLAILGGGAPSGTVLGINENLGHVR
KSIEDAVQLLSSSVSPSVSKRRMDLVPYRAGTSRPIMARKAWAMVVCCEELVALIVTNLGRRDLARCCSVSKLWNRCCRW
QLAHGRGLGFLIAAAKGSKLWMCDSNTGEEQWAPLGIAHSEVVGTCEGLVLIESGGVLAIGEPSVKRWKLLWRPRIDTKS
AWLGRVHGQLLILIIDKSGAVQKYDCATDSWIDVCRPSRRIALMEECVLIRGGCYRLFRKHRTFDGIYKLDLRRGVWDKM
HMSRKSTHKFEYLMVSQKVVEWRGKALMYTLKLFDREEELREGRAFDTPRLYELLADEGKVVELPTRLDAAMLNPYQYEL
VSDDYDLFWITRKRDVVKYSVVDSSFDKLAQGFDTAPNLLLEAGAYYYIPDGGEALSRNILSHLPDLPHDY         
>Smol_XP_002981105                                                              
MAESCWIAARIQHHSPEDPSRAHRYDCSSHLVSLRADDEEADHSLHWPDQQRQNIHCLAKSPASFFRNLLRSLASPRLEV
AEKLNSLNVPCSLLTGQERNEVEGAQHKAMTVEMADITREYECAVIDEIQARTKIFLVRCYLRLYLLMNLYVILDVFGAE
IAFETFEALHPAINCSVVYGSLPPETRTKQLDKFDGIARCYLSVMQVKQIAGRAGRYQIGLCCSFYPNFPFSAILEKFIA
TVTVSSMFFLCDSTNLLAIARMLDDIPLPMDSRFLFCTCTQKDLAELESVHKVLDMYIWLSYRLEDAFVDRDRTETPVQR
IDRAGTELSSRKAAKRELIQNLIEEGRLPEDETPGAQRASMCNLNIGQVCGMGRKAWAMVMCCEELVALIVTYLGRRDLA
RCCSVSKLWNQCCRWQLAHGRGLGFLIAPTEGSKLWMCDSNTGEEQWVPLGLSDSAVLGACEGLVLIESGGVLAIGEPSV
KRWKLLWRPRIDAISAWLGRVQGQLLILIIDKSGAVQKYDFANDSWIDVCRPSRRIALMEECVLIRGGCYRLFEKLTHGH
DYVFDDIYKLDLRRGVWDKMNMRRESVRKFECLRIEKKVVEWRGKALMYTLKVFDQEEELREGRGFDTPRLYELLVDKGK
VVELPTRLDAAILNPYKYEVVSDDYDLFWITGDRNVFKYSVADLSFNKLVLDSDAAPNLYLPRAFFYIPDGGEALSRNIL
SHLPDVPHDY                                                                      
>Smol_XP_002981104                                                              
MGALLKFARNYAVNRNVPLKRLLTPATMRVPSTQKDLAELESLHKVLDMYIWLSYRLEDAFADRDRTETSVQRIYRAGTE
LSSRKAAKRELIQNLIEEGRLPEDETPGAQRASMYNLNIGQVCGMGRKAWAMVMCCEELVALIVTYLGRRDLARCCSVSK
LWNQCCRWQLAHGRGLGFLIAPTEGSKLWMCDSNTGEEQWVPLGLSDSAVLGACQGLVLIESRGVLAIGEPSVKRWKLLW
RPRIDAISAWLGRVQGQLLILIIDKSGAVQKYDFANDSWIDVCRPSRRIALMEECVLIRGGCYRLFEKLTHGHDYVFDDI
YKLDLRRGVWDKMNMRRESVRKFECLRIEKKVVEWRGKALMYTLKVFDQEEELREGRGFDTPRLYELLVDKGKVVELPTR
LDAANVLSPELPEVVSDDYDLFWITRDRNVFKYSVADLSFNKLVLDSDAAPNLYLPRAFFYIPDGGEALSRNILSHLPDV
PHDY                                                                            
>Smol_XP_002980757                                                              
MRRSVELDDSTLVEILSKVGDARQLAECSLVCKRWRELSSAVSRLHFDFEVSSMEEVRDAEDTISSVLHRAKYKAPGCLK
ELSVVLQCGYGDDQMEVSGHWLAWAAGSVTRLALQLEGLEWGPAVWSLIACSTAIQMIHISGTMGISTKSLVSCSLQALE
VCKLVSPVPHALLPMLLASCPRLEVLSAVIVGGQSLTVSSGNLKALSVLGQCDEDLEAFELTIDAPQLEALLVGVHSPGT
LVSIRLHSEDLKVASFYGCCVLDKRCEKESALRNALVLKDLLGVKGIGIHYKDVANLKLPQNSQLVWAICPAAESSSVMT
RASIRLRSEDLRAAMLWFVSTGARISLFISSDPMMVLRELLGVHEVEKLVIHCRGVANWELLTLKPRYEYLRELFDLRSM
TVVPRA                                                                          
>Smol_XP_002980686                                                              
MLPCSRSARRGRGQESRRPSINLLDDGCLVRVLGFLAPFPDRFNAASVCSRWHKLIADSRMWLRVQSATANSSYNSFIQS



GEFATLQDAVNAARPGDTIFIEPGEVHAVANVAIDKPLCLMGGGSSPEETVLISPSGSESALVFSANGKIANLTIKAELG
SCLLHRRGSLTVDRCALECEEHPLEYLSCPIVTTAGGLAAHHLPGKSDGLSVIETRIVGGTCAVKTVGSLVLQQVRVLYS
RAAVIFWFTVAQQSKSASSIGVAATAFVHAS                                                 
>Smol_XP_002980572                                                              
MSSDRRRSSYIWWYDKSLNFFRDRSAKQELTTRSSKTLTDLDCCSVCQEQFTLPCQANCTHWFCGECILRVWEYGSALLP
CKCPICRQPITHLWPSEFSTTEEATNFMPLLTDIATYNLNFDSRVITILRLKFPDTEVRCLHVLHFLFLLVLALYVVCTL
NLILEGKLAIRTVKKEFMELNAAHRWVAGFNVAERKSGLRVLCSTRSLPRLPIMRGRKLGREAILTVQSLKRAKGVREEM
EQVLKSQVSRLLKTDMLEVLRELHRQNDCVLAYEELQGEMLPDGLVYTELMTAYLRCERPNDAIDTFQEMKQLGLTVELK
TFTTLAKWLEKKGLGEEASARMQRSRRVAQQGFKALSGFRVFKEDSSSLWHWQQRRGLKIDGLEVRVGQILERKGRLVQV
IKIAHAHGGRGGATIPIEYKDLISGIKSTERLRTSESVERVAVDSKTFTYLYDEGQMAILMDPKTFDQVTVDKELFGTGA
SYLSDGMSVTVQMHEGKPVTASVPVSLTCKVVEAEPFMKGQTQAAAYKHITLENGKIIMAPCFIVSGDQIVVNTVEDTYV
TSGLHVLLLQSFQRITNMTLFQRRVISGSLKSIKQKSKMGDSEQHRHWEWSRLPAELRHRILHLLPLSSALAARAVCKDW
KDSLSTWSGRKSWFLVKDEQVEQEGSLKWSMVDAETGSWIRLGGLSRFATSVAAGDGLVCLCVGNSARPEFYVGNPLFEK
SWQKLPELPPLKTLTLARLVLSASALTCVLGIVSEEPPGVTVSASVTSNSGSGSSGFKVLVGRCGYIVVYESRAGKWREV
QGDTPALALQLLQESDERSIVPVRRGSQLLWSPLRSSGGAHRSSGSHHYRHLKVWRLDEDDELGQECKPVNRMRDYMVQE
ISPKGFFAAHWCLREAKLMLLTCTLEKFSPQVRDWGFKRLVLWSFDPHAAKWSSNPLRRPLRDVDLSSSVVYSFQPRLDF
SQMAAWCRKCIYLKPQLEKLALEFQHGAKFFCVDVNAVPHALIKRVGVSRMPTIQLWKNKEKRAEIIGGQKAELVVEEVR
QMLQTLEK                                                                        
>Smol_XP_002980440                                                              
MANRNWDGMIDKKKSRKLDPSIWSRLPQDIQHRLITFLPFPTLCRFRSLSKDWCAAIQQQPPRQQWYIALGDVYGKFLIS
PNAISWKEFTLPLPREARIFALSTCSAGLVLSYDSTFARYFVVLNPLQQTRRELGCPMLEGDHEMIFAAIQSAPPSGSWF
VVVVTIETSYGVMVFHLYDSRAAAWISSTEFTPVQEDEDLVCGVRMNSINYSNNCMLLQNDHLYFLTVSPGNVRRLKSFN
VWNPKATLRTLATWNNLPLGFERQPWYEVDMSLISSGGKIVIGMLETHDRNTDVRTLRVCFVYLDEESCSWRAMASLSLG
TVKIPKLIKKPGRIFMVAAGNEHTTEFSKLRCSLGN                                            
>Smol_XP_002980271                                                              
MTKTRRKRMDPSIWSQLPRDIQHQLITHLPIPTLCRFRSLSKDWHAAILQQQSRQQWYITFANSEGEFRISPNGISWKVL
THPLPEAPKVRRIFGSLSTCSAGLVLAFSLSKTFLVFNPMIQNRHELLPRLIGNVIFTAIQSVPCGSERISYIVVAVTTS
GTAGNLRMHLYDSRVAAWISTTDFPVPDNGELFCRGNRNYNNKNMLLQGDHLYFFTVSPGNVTRLKLFNVWNPKATLRTV
ATWTSLPLGFDAAGYARTGFVEKDMSLISCGGKIVLGILEPRDDNRNLGSRRCCFKALIEHWSRNMHREENQHRMSCCHR
IRRSPVKVIMGQGILGLTRSAAQGAPSTFCLRASPPARQRLNNQTLTYEIAVHVGTGSSPPAPIDAMTVQTARLTLPVKE
RSRTRSKTKSTSATYKGF                                                              
>Smol_XP_002979125                                                              
MEDVLPALLLQTILARTDAVDCARVACVNRRWRALAHDDTLWSQHCRDEYGVCAAADFMGNPCCSFKETYAAWHDEFNQY
GGLVYRTKKLWDDLKGVLRSNYPAVADSLARQASEADIVAAESTLGWPLPPHVRLLYRFCDGQQIVDGDEIAHQYVGLLG
GYYFYNHFVNVQLLPLQQVVSYTQRLLSRAPAGTKRIVIAASCNLNKFFLLDCDSGMVLVGTKNFLKKYEVMPCLPLASS
NPGDGMLRWLEEYRDGLLSGKYTVRNDDGIRSISLYPENGSTCTEAVTQGIQVRASAVFVPELSDPEALEKYLFSYSVRM
RFLPVSALASNQCQLSRRHWVVTADDEIVDEVRAEAVVGMYPLLKLGGDAFVYESCSTQNTLSGSLEGDFTFVPGCLSRQ
EGPEFCVRVAPFPMQVPRYIF                                                           
>Smol_XP_002978835                                                              
WSEMLPEALARIFAVLPLEERMRSVPVVCKAWRKAAMDPTCWRVVDLHEWSRLMPWEVIHRMVQLVVERSGGGLEELSVC
RLANDEPVDYIAKRGHGLKVLRIPFCQVTDGCIANIAPSLSRITHLDISGCTAISKTALAQIGRSCKSLARLDRNMSFFF
QTNNLVAEEYDDEALAIAAHMPLLRHLELCYGSLTNSGLAAILDKCKSLDFLDLRGCMNLTIDG                
>Smol_XP_002978604                                                              
MVGKEIKKEESGSHGIASDVTVLILSRLPLRDVARCSAVCRAWRELTIKPSIRRTSASRETAWLLLHKRGHERPSGGKEQ
LVAYSAACRQWFSLGSVSGFLGKKCQSRWTGPCLATSAHGLVSCVYSASPTKPAALAVFDPMTPASLRGTARRILSVDEG
FSIIEALAMWKKSGGGYGIVLAGPISLWGSNWGVCLFDLADAKLSKARRSVASVDAITTRGFLSLLCLALREDGSGFFCI
WGVSSTPQILAQFDIQDNLWRIIHGFFPDSVSWQIAAITDSNQRRFTAQVHSNLLVSRERLLLLVLRESIASFGLQIWST
IWKLGPGLVVQCRSPSRLQLPVI                                                         
>Smol_XP_002978177                                                              
MGSAFDRLGEDELLVSILLRLDLHNVARMRLVCRSWYCILTSRSFLDCHREQQHPGTAWVVRMTRSSGRQSALLWRPFSG
LPPEPTALPLAPPGVPSPMFVSHFTVSGLVCGTLAGWPKENTPRSRSLAVGNPLTNAWKVFQCVEEVEEVETMDVDPETG
IYRIAVFNVQEGDTEETAYILQYNSGSESWVAGESPSNVWNFGYNHYDLDAMAWSRPLVRTNPLGDWDGRILELEDGCFS
WPIRGFMYKGRRILVVHREGSKGGFRRVALSVLEKGEEPDKWLALYHGCIREILGETIGDKWPLGDVDCPNENWMAHLAG
DVIVVSSRMYPLLAFHLVDKKWECSSHSDEELSYLAKKRFPDVRAYTFTPSFTARP                        
>Smol_XP_002977984                                                              
MEAKKVRSAIERLPDEVLYDILSRVSNKGGKDYAGYCLVCKRWNRVGKEVGLDVSIDYPLEWPAFQGGGLELGRIRRLSI
DMYLGSDYSWLVGLSDRLEEITIDGGVLEPDKPFDLGCLFKCSKLKYMSLARVEVREMARHGCGNTERMLVSFPALTCCM
LKKVVGVELQQLLDSCPRLERLEAEMFGFNGLLRSARLRELRLEAEAGGDFKLDFPDLEAAFVGDCMKLELKAPRLKRLS
LGSCQELVSLDLGSPLQSLDLYSSGFRTAAAVDRRHFACVRLKSHGCLTGGYCAHKVAKLILVLPQLRECKELTISGCCD
CHPWKCSETDQLFSSHEVELPCYKLTKIYIEDNKGSGLEEMLASLVKQCPALRALEVAGVPDEQFLNKLRASSCSILQER
LDRGVQGVQSRRCTQHVDGSKLRIRLLRDSIQAVSCN                                           
>Smol_XP_002977851                                                              



MDVLPDAIVQHLLCLLSNAEDVAACSCVCKRWRELMGSVRRLVFPRSLSDKGLHSSALVNRMVRSTAELEELVVYCTLTS
AGLMECVAHAAKSLKLLEFRVEEGSDKACVGKLEVLSRSSCDLETLRLWGGILLHSPVGLRSFTGLRTLEVVGARIRDGA
LRGILAACPALRELALLGCDGIRSVCVELKELEKCRLDFCGSGDNCFVSVAAPKLRVFEVQGASYIRIAEDSSLQHLSIA
KQTGMLANVEVGKLPALASLSIRGLQWDWGAIQKMLQSATQVETLYMKIEFCGDDEAFEPFRDIDFGDFLTSHPKLKKLD
AHGALFASLVLKEEIATPPLALWLEEANITIRSPLNAERKLQVLKSMISWSPLLRKVRLRITQMKCTDIEADEFFLNLIR
LKRVYDFITID                                                                     
>Smol_XP_002977685                                                              
MAPDGGGGKADVAGLWIEFVLIPQRLEEHLDGLASGRALSPGHAELVNMFLEQAVANHKLSRKEPDPQGGAAAAPAPSRA
AKTASLLCERAVRVASAARFSLEDIEVLVPRHLQSLLLRASVKYDKDRSLFHECNFHRWVIHKALAPEALRLSMASPAVR
ARDAATGEPAEIFQDGLLPVSGESEQEGPSVRFLEDVLASVGDKVDKVDRTKKKVGKAVPNGVVMDGLQEDGLCQILFDV
AESHFMRGRIKKAHDLFSKCASLADGYESSPVPEDRLHGFIVACRAVASSGAVQHQTEGDEVEAVLICERSRVSSKRKNQ
TVLSDHCNGVNEESPHKKVDHRVKQNGISFESGQDHTKQVSNGYRAKLGQDAVEDKGLVKVLADDVLAHRLPWEYCLSLE
KDFTLPASVRCKVAACNILRRVIEGASFDSLQRFSEQFQDNKEAVQFLMQLVSNVSSEVRDSGGDEDLQLLPRLQQFTVY
FCCTLEESWCWKLVCKKKLVSPEFMSDSKEGETVSPPDKGEAVKSGLILLDILQGGNLASVEHATSPIFEMSAESIAKAV
QLRAFDALDRGKDYNLARQLYDLAKRIYPEAIDSELFLWFVDRTGGGGDSLGVALPERAEGYLSSDAVVYIVVRIADEER
WSLVLELCSWAQRRQFMDHKDVASVFREAAILGVLMPMCLGQTHAREDEILRKFEELMTLSFSTKDGCLLPGMKVLPVVS
KLSSVRVLEVVENLLAGWINRWHATPPVELARYGALARMASAAADSKSQALRTSGDWGKMFHSLLQRLLELSKGTRDDSR
GSRWLLGLADLAFVDHAYLSSLQFYLEAGAVRSSFYCDRVASMAREFFTPWVFFLMLMLDQITRMIAACKEIGAQLQAAI
LCQCLPDPDYESAFQILQANPLIVDQDAALYFDCVWEIPILELLVHMHAKAGDRARVNTLISLLQQPALNVHNPASIRQA
HIAAMEQRFLQRLYAELVQLEFAALLMLPKRETLRLLTASYSSKHHRSGHGSYRSGPLVDWCLSATKRRTWTGETMADLA
ERTTPSLEEIARVEVEKTGQGGDTGTGTSAARELEYGEVFKEEEVASSSSMACQSYVPDDVWVRVFERLPWAGVVRARTV
CKRWQKLIESPHFEQAVSSQPPWLFVSTTLDDTVKDDLHAYDPETDRWYSVPLDFLVKNHSGPRWTVVSSTGGLVYVMQE
PCRDLLIDVFSPITRRKRTVAYSGYPRSREPVTPVVWTFLGDDASHSRCHHLLVASSCDGWGTRLYCPTDCDWEEVGEGH
PKLRDSRDSKYACSVRDEKFFVLVEDEIDAGVDPYGFEQIEYRIVLLGFDAAEGFWEEYSMFPFERAEDAVIVEFHGYLH
LVAASCESDRLCIRVYKFLERKRDAWVEVTATSELCPLSFGSRLGFFQLACATAGDLLYVVGYCEDSALAGVCDFSEGSP
RWRRISSVPFTTVGFCFCCSKKIDSSHFW                                                   
>Smol_XP_002977335                                                              
MAEGQRREVLLDDDTLIAIFRLLLPRSLARCAAVCSQWHRLVTSQLMKDACSRHGGLVYSDPSRCKEAMIRTEQFDRLLK
CNPRVLSSQAHSGRVNCCHWSMDTLATGSSDNTVSVWSMDSMQCMEEYRVPDSVAAVKFDGSRIFAAAGKDVHIWKRGNR
ETLRVLGGHNQRLHSMHCIDPELAVGCADGTVRIFDMYTARCSMLLRHHTEKVTCIRSLNKPNVLVSGSYDCSVRLWDPL
SGENVRSYFPASSGISCLHVGKDRIELIVGTVLGDIDCFDIRVGGRRPLWSRRSGNGPINSIHWPTYTLDNSCMIKAILI
GGNDGKLHLINSDTGRTFRTFTRESHSSPVLSARLGHTRFVSCHADGTVTRWIFDQGRTRVGLAICQAY           
>Smol_XP_002976942                                                              
MLPCSRSARRGRGQESRRPSINLLDDGCLVRVLGFLAPFPDRFNAASVCSRWHKLIADSRMWLRVQSATANSSYNSFIQS
GEFATLQDAVNAARPGDTIFIGPGEVHAVANVAIDKPLCLMGGGSSPEETVLISPSGSESALVFSANGKIANLTIKAELG
SCLLHRRGSLTVDRCALECEEHPLEYLSCPIVTTAGGLAAHHLPGKSDGLSVIETRIVGGTCAVKTVGSLVLQQVRVLYS
RAAVIFWFTVAQQSKSASSIGVAATAFVHAS                                                 
>Smol_XP_002976760                                                              
MERNSIKNAKNVKCAIDQLPDEVLAEILSRVSNKCGEDGNYAGYCLVCKRWNGVGKKVGLDVSIDLSPLLYKELQAWQGM
RLKLGRIRTLTIDKYHWHLHNDYSWLAGLSKCLEEITIDGGPLELVEHFFDLECLSKCSKLKYMSLARVDVRKVNYGDRK
LAVSFPALTCCILERVTGINLQQLLGSCPRLERLEAEMYAFNGLLCSASLRELRLEAEAGGDFELDFPDLEAAFVGDCMK
LELKAPRFKRLSLGCCQELVSLDVGSPLQSLELYSSSGFRTAAAVDKRHFECLRLKTHGSVTGGYCAHKVAKEILVLPQM
RECKELSISGCRCHLWKCSKTDQLVYRHERAVSISYKLRKVCIEDNKDSVLGRELEEMLATLVKQCPALEALEVAGAPDE
QLLSKLRVSSSSTPHSRQECLDTGVQSRRCLDTQVHVSKLRIRLLRDSTPEAISCD                        
>Smol_XP_002976352                                                              
MAALCSPQRKGALESDGDGAAGITFSKFKYRFQNLLTEVRALKSKECSARMEAELSVQKLRSKEADQDKEKASLQAQIME
ATEARQKLENAIKIMELEMSAMEKNVASSKMQLKAVLDSRNTVVEELKIANYELEQKLKSTSSHLSVAMEKLSRNTMLFE
AVEQEASSVKRTLDETRQIVASRADMVAELQQQVAWLVDIEQKLLDKARLLECELRNKNVSCSKKEKEIIALRHMLDTRN
DSSIQAKLTIIQKSSEAKDRTISVLTMDKQGLIGEIESLKAVVKRFQEAAAEQDSSSKILREKVLDYQHLLREKSKMGTC
QAHKNLDREIWILKRITRHNFKTNHQRVLKARIDLFKIKEPIVVGCSSDKEDATLTNDGGTREEHLQQCAEKEEGGLTSC
TCGRPPDSSMLECVSCNNQFHAAYVSWEESSSDLSLFVDISAHVSSSAMEMQCSETQKQGRTTLAGQNHMDSQADMKSRS
SGSLLDDSVWSQLPEDMTRIILARLPLPNLLQVRTVCKKWEATIRSPPFLKLCSDLPFRAPWYLGFHGFRHEQGWAFDPS
SSRWYTLDFTFLPPGRCAAAAGGLLCFCQDSVQANSLYVCNPITKVWRALPRFPGSIKQVAMRVDKAEDTYLVIAFVQDD
VKCGALLYRKGDDSWREAAAMASHPQLLNIVDAAFSGGVLYCLNKCVTRDWQYIKCYHFEQDEWSDLGIPMPSAFRGQDL
VQMPYLVDHGGKLLLVEKIISSFADNSTTLAAAAAPSLVDKALKPAIKASVGIHELDLGAREWKNVAGTLEHTTLFVGSF
TSRAVYCAVSVYDAIQDSWHRLPEFPRQRMMSNWIFGKPKRNLGVVIPLKGLWKPWYIFELETIETKKSRLEDLVSTRHS
HRIGRKQDDADKIKNQRTLGSRSKLTRFRWTLDTHTAQKPDEEKNDKHRRCASFPFFFRGMDGSLNQQQGQDHRNQQSTY
HQPGLAFFPQDPKIFFFSCNSDGGGAVATDERISQTKGSQIAVPTKQARDAWMEGQKLSAERRTRMKKAKKSFLFHRLGE
RLNTREDDRTHCRDHSNHLGAPTKAEHSRVAVAAAAAAAVQDRHAY                                  
>Smol_XP_002975888                                                              
MAFLIKRPRVLHQSGLPEGDFHGDSCPSSSSTSILDLPDLALDDILSRLPADSLLRLGGVCQELRQRCKSGHFWEALVYE
KWGKIAGPGAYREWCRNPVLESSPRKGRTAQEIAAKNACERPNCGWKLLWPSIAAACLWPLSVARERLMASRSKAPTPSD



SLMAWYWALETGNLWFRGQVFNRENGHVGFLLSCYDAELSYVRSSDSFRARYPPHGPRALVMEDDISWERVRASPVQTPA
HDLHTSDCLAELRPGDHIEVQWRRTKEFPYGWWYGIVGHSESCSNAGNNSIQCFFVDTVWLVFNQFTSGSRWKRTPIDRV
SHREEGNETDGYYGGIRKLRSKDEVSMWERLWPVDILE                                          
>Smol_XP_002975696                                                              
MGRWGAFDQDEGRCGNFERVTEPSLVLHIFSLLDLPDLFSLRAVCKSWYDAVLSPRFIELYKPPLEPWAVLRVRTSLPAD
WELRYDEEHFDYGMKLENHSELWRPHRFQRKRCSLPLGPSGSRFVGLCSSNGLVCGMLMEHIDSMTFAVGNPITNVWKAL
PPAPIASADRPRPAYLYIAMETDVVTGSYQIVILYQKITPEEAPAQDDDDGRIFSLQYDTDSCSWHEGPFFSASNSLGSP
LRGCAFFYTGENIFPAYDPHSRAWSHVAISPPARNEQEQEDESWANWSFGYIGAFMYKGKCYWASLLFDPEKWGEDIGVA
IWEMKQENSTWVLVSRVLSKDLFGPSCCLSVGDKDMTVRLVEDTVFISAFYRKESHGVWPPVAYDFSLSKWYTCCMDNED
IECSYVLLPSLSAKP                                                                 
>Smol_XP_002975561                                                              
MPKRKWDGMIDRIKKSMTHACTQRKRPMDTSIWSRLPRDIQQELITLLPIPTLCRFRSLSKDWHAAILQQQSRKQWYISL
GNSGKLQISPDGISWKVLFTLPLPKGSMSTCSAGLVLAFCLATENFVVLNPMLQSRQELLPRLDEYVIFTAIQSVPCSSE
TLSYIVVAVTSMTVGDLRMHLYDSRAAAWLSAVSFPVPDRANGELFCCATDDGLNNCMLLQDDHLYFFTISPGNVTTLKS
FNVWNPKATLQTVATWTSLPLGFERQPSYEDAACFARSGYGCARKDMSLIFCGGDSSFWCGKILLGMMDPSDDLSDRGSR
RFGFVYLDEESRSWQAMTSLSLGSVFSPEIFKKSPCTFMLAAGNNNSTEVTLLFHYKWGCVLDLASGTWRANYWYPEAKA
YAFLPFYPSFQKF                                                                   
>Smol_XP_002975546                                                              
MTEKKGDGDATAKNNSSNKVWKRPVKRSFTGAAAANAAAAAVRSRSSQKSSRSSLTLAPKASNAINSQNPTPASLEIVPD
EALGNILGRISDGRMLARCAGVCRRWRRVCRQVPVLKLVLRKMQAWQAEGVISAALLERKGLRDFEVRFVCPRKYASEGV
RESRVFGCLWRLSSSIETLALICPNTVYFKLWTWLAKFPRLLSLKIHCGRIEENPLNNCLNQLRRCEFSRTIIAEPMLED
LVKFSPVLEELVVVGCDPIESLALESSSLRYLNLVATAEYPMKSLELLTPGLKDLYICHVEELQVNGYELVHLGIYSACQ
PRISSLHHLLSLETDGKGWALESIEHIVCAAQVVRHLVIKASISETRPLRIEHYLSPMFCLQAVILESNLLECFCRGFAE
IPFDGDEPVFALKKVAVKLSEETRDCTGLLKALVSYCPDLQILVVDTTELELGNLSELQQLKDQEQSPQRRVLLYSDPKD
QRLVKEIAEILAADSKKV                                                              
>Smol_XP_002975535                                                              
MGRFPDELLEEIVIRLPIQSIIAARSVCSHWRNKLCAKYFQAKKDSREPQQRWIIMDFFLLSEGFLGVFDTIDKKWLKIP
LSLPPNTRFSLLCGSCGYLCFMDRQAITTHHIHLCNPVTQQWLQLPLPRSIKTSRLHIRMYGIRGSNHFKLLMIDCTDLP
SRLAGSLYDSHTGDWKPRSQEWITNFTSLWDNLAMCKDGIYDMDKEEWRLRGQISDFQPTTLRLRRDGSVFRTKLVGTRI
RVYQLDMESTREELVTESPERMRVEMPPGCSGMIPWSYFDGLDNLWVVCPVLPAIYRYEPCSGQWSSFDNKWSGAADFGY
AICYQGGKLLTTRRVTSGEAAQSLEKLGFTLTFPGQSNIKSLWHLIQPCSLKARTWKLLFCPRALFYY            
>Smol_XP_002974364                                                              
MRRVRRKCVHTLATKSSAGAENGDGIAEEEESRIPKHDGQVLVRCERESGVDWTRLADDTLLGLFSLLNYRDRASVGSVC
RAWHALSSSPSLWTSLDLRAHTLDSNMASSLASRCAKLSKLKFRGASGASLIIDLQARQLKGLIGDGCKDLTDATLSMLV
ARHENLESLQLGPELEKITNEAIKVVAVCCRRLKCLRLAGIRDVDSEAIGDLVKHCPSLTELALLDCAVVDEAALGEAKS
LRYLSVAGSRNIMWTQAMQAWSKLENLVALDVSRTEVTPAAVMSFLSAPRLRVLCALSCSALEDGSNSVSYVSKDRVLLA
RFTELMNGLACISSLEQQDESRVLVCWTEWVLSHALLRIAENNTQGLDAFWLKQGTSVMLRLIKSMQEDVQERAATALAT
FVVVDDENATVDSSRAEAVMHGGGIRSLLDLARSSREGVQSEAAKAIANLSVNAEVAKAVATEGGINILAGLARSPNRWV
AEEAAGGLWNLSVGEEHKGAIADAGAIEALVDLALKWPAGGEGVLERAAGALANLAADDKCSMKVANAGGVNALVNLARF
CKHEGVQEQAARALANLAAHGDSNGNNAAVGREAGALEALVKLTCSNHEGVRQEAAGALWNLSFDDRNREAIAAAGGVEA
LVALAQGCSNGSQGLQERAAGALWGLSVSEENSIAIGREGGVAPLVALARSDAEDVHETAAGALWNLAFNPGNALRIVEE
DGVSALVRLCSSSRSKMARFMAALALAYMFDGRMDEVTTNEVVYCDSITKNGVARQSAMKNIEAFVQAFSDQPSLAAVPA
SQWGPSALQQVSDSARIQEAGHLRCSGAEIGRFVAMLRNGSSVLRSCAAFALLQFTMPGGRHALHHANLLQRSGAARVLR
GAAASTTAPLQARVFARLVLRNLELCQSEKS                                                 
>Smol_XP_002974336                                                              
MLGPCSVVVTDALDVDFPIIYVNNIFEFITGYKAEEVLGRNCRFLQFRGPFAQRRHPLVDSATVTEIRRCMREGIEFWGE
LLNFRKDGTPLMNKLCLKPIRGEDGRITHIIGIQSFSEVKLDLGPLPPPLWRNQSSQHWLVRRHLLDDGYSYASSPVGPG
QSSKDRCGILRLSDEVLVQKILAQLTPRDVSSVALVCRRFNEMTKNTDLWRLVCRNAWGLETTAVLERVHNPRSIDWGML
ARELTTLEAAAWRKLKVGGAVEPSRCNFSACAVGNKVVLFGGEGVNMQPMNDTFVLDLSAACPEWRHVDVGSAPPGRWGH
TLSCLNGSWLVVFGGCGRQGLLNDVFVLDLDAKQPSWREVAGVGPPVPRSWHSSCTLDGTQLVVYGGCADSGVLLSDTYM
LDISKEKPMWREIPVAWTPPSRLGHSLSAYGGRKILLFGGLAKSGPLRFRSSDAFTIDLGEEEPTWKYVTGSTLPGGANI
GGTTPPPRLDHVAVTLPGGRILIFGGSIAGLHSASQIYLLDPSEEKPTWRMLNVPGQKPKFAWGHSTCFVGGTRAVVLGG
HTGEDWILNELHELSLSSTSQWIRRLQ                                                     
>Smol_XP_002974092                                                              
MDREELPREILVHILRRLGFEDRYAAATLVCKAWRDAATDPACWDVANVEECFERRLEVALWSTDEFEERIDAMVKNVVD
WSRGGLRELHARHCSNAALVYVASKCPRLQSLSMRDSPNLTDVAGAAIAAACPELRELDLSNTKCISLECFKPCKSLGAA
FANAMPGLEVLEFRNGALSDADLQSILDGCSKIRHLDLRGCQGLSNAAVEAASSIVPCFLKPLPRLDEPELPRYGHWQLY
SERFQPEFQF                                                                      
>Smol_XP_002973795                                                              
MAREPLRLVWRRPARQEPQRPEPPPINDPSPPALCWRPKPLPPPDLPPPPGCSGHCKSQPRPPRVTIQHQDHRKHDPWLG
LPREIQESVLERLPLSSLMTGRAVSRAWNATLSAYCPRVPATLLVLRARGSVQLIAYDTRDRRWAGLPESCSLPESSCLV
GAAGGLVCATTDCPGRLVVGNPLTGMWDDVVFPFRWHSTAGNPMHALATRPRGGYQIISVNALGDGKVVVYDAGQWSTWK



PIAGYRHGVRGVDFMVGGDTLYYNIPHFHGGVIEIWLVSYSLCDQSTTVARPRWPVDIPSFVGVGAMVYCGGQLFVMDVI
CPDKEYFGCVLLLLPPYTVGVWRFVPESNEWVMETKCPVVTRGRRNGFCCDGGDTLWAVLLSEEGMVENLVSYSIGKKEW
TFHSAGCSFPVSVFSCVFLDTSK                                                         
>Smol_XP_002973648                                                              
MEEASFESLPAEAVLSIFADLKDARSIATLAPVCRRWQSLSRYVDSLHFTLAQQSDANAVAPMLRRAHSIKNLAIEIHQG
CDIPEELLSSWIEIVKDSIQDLELWYVSTKELNLWNLVKNCSKLSALRVHGSIAFLLPMLNFDLTTLRECVLDDSSFKHP
AVVSVLNHCPALDKLVVKNFQTAKVRLTNSNVNSVHLAVDRREGPETGPPFIMLETMNLKCLTLDGISCVLVAPELRELH
LPSRCKDLIVVSLDNVEILTMGGSEWEFKEIHSIVELVPNISEVKIDVSVSDPEPVAWKTFFHGLSRLDTITFGGNMLEC
FCKEIDGDVLAKLKLVKATVFLEENGCFELLEALLVHCPGLKVLTVNCSRLLQDSEEWNLMELFEARHPQMYNDLKRLQA
SSSRLVITLQ                                                                      
>Smol_XP_002973533                                                              
MSGLFVDERVVVFLSNGSVGDGNFFKIAGVITALLKVLVGFDSSRGDLLQGKFQAKSSTNSPLFLTGINEPIHMAMVSAL
GFFHFNGLLLKTSAGLITRSMVILQIFAQDDRGLRWENPFADKHVKEVVKIFSGNMYQLLKEAVRGTLKLKRNCFIRGAR
DPKTNFRRMPKRKWDGMIDRIKKSMTHACTQRKRPMDPSIWSRLPQDIQQELITLLPIPTLCRFRSLSKGWHAAILQQQS
RKQWYISLGNSAKLQISPDGISWKVLFTLPLSKGSMSTCSAGLVLAFCLATENFVVLNPMLQSRQELLPRLDEYVIFTAI
QSVPCSSETLSYIVVAVTSMTVGDLRMHLYDSRAAAWLSAVSFPMPDRANGELFCCATDDGLNNCMLLQDDHLYFFTISP
GNVTTLKSFNVWNPKATLQTVATWTSLPLGFERQPSYEDAACFARSGYGYARKDMSLIFCGGDSAFWCGKILLGMMDPSD
DLSDRGSRRFGFVYLDEESRSWQAMTSLSLGSVFSPEIFKKSPCTFMLAAGNNNSTEVTLLFHYKWGCVLDLASGTWRAN
YWYPEAKAYAFLPFYPSFQKF                                                           
>Smol_XP_002973514                                                              
MTEKKGDGDATAKNNSSNKVWKRPVKRSFTGAAAANAAAAAVRSRSSQKSSRSSLTLAPKASNAINSQNPTPASLEIVPD
EALGNILGRISDGRMLARCAGVCRRWRRVCRQVPVLKLVLRKMQAWQAEGVISAALLERKGLRDFEVRFVCPRKYASEGV
RESRVFGCLWRLSSSIETLALICPNTVYFKLWTWLAKFPRLLSLKIHCGRIEENPLNNCLNQLRRCEFSRTIIAEPMLED
LVKFSPVLEELVVVGCDPIESLALESSSLRYLNLVATEEYPMKSLELLTLGLKDLYICHVEELQVNGYELVHLGIYSACQ
PRISSLHHLLSLEMDGKGWALESIEHIVCAAQVVRHLVIKASISETRPLRIEHYLSPMFCLQAVILESNLLECFCRGFAE
IPFDGDEPVFALKKVAVKLSEETRDCTGLLKALVSYCPDLQILVVDTTELELGNLSELQQLKDQEQSPQRRVLLYSDPKD
QRLVKEIAEILAADSKKV                                                              
>Smol_XP_002973503                                                              
MGRGRSQCDIPDELLDEVFIRLPLQWIVTARSVCRRWRRKLCCKSFLAKHDLHGPQQRWIIVDYFLNSKGFLGAFNTVGR
KWLAIPVLLPPRTRNLSLLCGSQGFLCFLDRQKLHARHVHLYNPVTKQWLKVPLPRSISPLHLHLRIYGTRGSNHFKLLM
LDQTCDLVPVASLYDSRTRKWRPLNQALAASFFSLWDNLVLSSNGIYDLEKEEWRLSVQIPRFRTSSLLLRRDGGIFKAR
VLVAKIKLFQLSVESMRDELVAESTPKPWCFFNELDNVWIVSRWMPAIIMYEASSEQWRKFDYKWSGFEDRGIAECCNLS
FHQFPHA                                                                         
>Smol_XP_002973502                                                              
MGRRRIEFPDELLEEIVIRLPIQSIIAARSVCSRWRNKLCAKYFQAKKDSREPQQRWIIMDFFLLSEGFLGVFDTIDKKW
LKIPLSLPPNTRFSLLCGSCGYLCFMDRQAITTHHIHLCNPVTQQWLQLPLPRSIKTSRLHIRMYGIRGSNHFKLLMIDG
TDLPSRLASSLYDSQTGDWKPRSQEWITNFTSLWDNLAMCKDGIYDMDKEEWRLRGQISDFQPTTLRLRRDGSVFRTKLV
GTRIRVYQLDMESTREELVTESPERMRVEMPPGCSGMIPWSYFDGLDNLWVVCPVLPAIYRYEPCSGQWSSFDNKWSGAA
DFGYAICCELSFHEFPDCTTPLQE                                                        
>Smol_XP_002973494                                                              
MGRWGAFDQDEGRCGNFERVTEPSLVLHIFSLLDLPDLFSLRAVCKSWYDAVLSPRFIELYKPPLEPSAVLRVRTSLPAD
WELRYDEEHFDYGMKLENHSELWRPHRFQRKRCSLPLGPSGSRFVGLCSSNGLVCGMLMEHIDSMTFAVGNPITNVWKAL
PPAPIASGDRPRPAYLYIAMETDVVTSSYQIVILYQKNQITPDEAPAQDDDDGRIFSLQYDSDSCSWHEGPFFSTPNSLG
SPLRGCAFFYTGENIFPAYDPHSRAWSHVVISPPARNEQEQEDESWANWSFGYIGAFMYKGKCYWASLLFDPEKWGEDIG
VAIWEMKQENSTWVLVSRVLSKDLFGPSCCVSVGDKDMTVRLVEDTVFISAFYRKESHGVWPPVAYDFSLSKWYTCCMNN
EDIECSYVLLPSLSAKP                                                               
>Smol_XP_002973106                                                              
MERNSIKNAKNVKCAIDQLPDEVLAEILSRVSNKCGEDGNYAGYCLVCKRWNGVGKKVGLDVSIDLSPLLYKELQAWQGM
RLKLGRIRTLTIDKYHWHLHNDYSWLAGLSKCLEEITIDGGPLELVEHFFDLECLSKCSKLKYMSVARVDVRKVNYGDPE
RTLAVSFPALTCCILKRVTGVNLQQLLGSCPRLERLEAEMYAFNGLLCSASLRELRLEAEAGGDFELDFPDLEAAFVGDC
KKLELKAPRLKRLSLGCCQELVSLDVGSPLQSLELYSSSGFRTAAAVDKRHFECLRLKTHGSVTGGYCAHKVAKEILVLP
QMRECKELTISGCRCHLWKCSKTDQLIYSHERAVSISYKLRKICIEDNKDSVLGRELEEMLATLVKQCPALEALEVAGAP
DEQLLSKLRVSSSSTPHSRQDCLDTGVQSRRCLDTQVHVSKLRIRLLRDSTPEAISCD                      
>Smol_XP_002972866                                                              
MGKLPLPLELELRVLSWVPAEDVARLQLVCKDWGRLLHDPTFRALWERQNGTSYFLLHVKRHARDSLEVQFRYCKYDSSE
DRVCLQQVPPSLRSWFAPDGSEPLLAGGGLILCWFPKVSGSSGLVDSTNRESHFLVGNPLTQEWVKIPGVEVPLYYSKRM
LTTYFDEGQMFFRIWLEPYSFDSKVGIWTVPRAGVFEMCSYNSVCIKGVHYALARLHQYAALVLLEVDFADISRSKWAYA
WDLSELEGTYEDVYMLEVGPGEIGIFTQKMEWMEYTTVMVLDRQQNDDGDSEWTWKTVSTSPEEDFETGPGIIQTSECQT
HGKDTFCVAEKGIVRFDSQNLTWEWVEKGQHLERVMEKLLLLEPNLAAVPNLNVPSLDLKSACASRFRKVCYVGHPVEHE
FSDLKALWKPGLSWREIGEVAIDWKEGVLPLEATV                                             
>Smol_XP_002972628                                                              
MDPCSGLKTMESQLFVSKPCKHALNRLGPGSLKRISTCSITDQEEPFVCLPFKLKAQKDWKSDPVVMKNSGSRWEPGPKR



RTLICGSPSGRSCMSRGHERDHMPGDCEGAHKPETMPGDCERAVRAGATARRESIIPSVHDWLLEDLSSGRGTAYRGHGA
RLFLRQDANELGGCSLHLVDDFLCGIFCWSLALKAQAPLHLRCGLESGKNIKQFKHFKGLVMEHVDILLRLPGPSLLRAR
AVCKAWKQIIDSPWFLRRYEDPSPCIIFQKKRWFELEFPSTYIQSVSQSGLVLVREESTGMGISAGRILWSLSRPLPPFV
TIIHSIGSTSKVALLSYRADNGERLSHRYLKLGSEVLEGSFTLFSWDGKLYLLGERGIHLFGLFEAPESISARFHVIKSA
NIYNSIMYCISLNRAMLVTYNLSKQDSWEVVPLPKPLPPYM                                       
>Smol_XP_002971973                                                              
MAEEKRREVLLDDDTLIAIFRLLLPRSLARCAAVCSQWHRLVTSQLMKDACSRHGGLLYSDPSRCKEIMIRTEQFDRLFT
CNPSVLSSQAHSGRVNCCHWSMDTLATGSSDNTVSVWSMDSMQCMEEYRVPDSVAAVKFDGSRIFAAAGKDVHIWKRGNR
ETLRVLGGHNQRLHSMHCIDPELAVGCADGTVRIFDMYTGRCSMLLRHHTEKVTCIRSLNKPSVLVSGSYDCSVRLWDPL
SGENVRNYFPASSGISCLHVGKDRIELIVGTVLGDIDCFDIRVGGRRPLWSRRSSNGPINSIHWPTYTLDNSCMIKAILI
GGNDGKLHLINSDTGRTFRTFTRDGHSSPVLSARLGHTRFVSCHADGTVTRWIFDQGRTRVGFAICQAC           
>Smol_XP_002971678                                                              
MEEEGQEVCFDALPDSVACAILSKLRDAQTVAQCAAVCRRWRALCAAVDALSFESFQLFEKRVGRASKASCLEAIVSRML
LRSDGVRELGICYHPVEWPWIRGDHFSEDKVCAWLGHVRASLEKLVLVDPNRERPQPLKLLQLSHCPRLRWLNLCYGIIP
DLPGDMKRMESLRTCVLDLIAITDSALEALLLLCPCLEDLRLNSCKGLRAPSLVSPRLASLELVHEMDMCEATVACLSLD
TPKLTRLSLSYVEELIADGEALLELGLLCHVRPRIRDLSYLTALQMKGEVWLLESIVELVRLGANVTQLHVDAVIDNKSP
IQLDALFRHLPLLTKLYIGADMFECVQAGAAGVTGSATLRLPRLEEIVAVVCSGSNGCIAVLATLLRCSSSLRSLRINAH
QLSKGVGNITFFTDVLGLQREFSQVEIVLDCPYTLL                                            
>Smol_XP_002971118                                                              
MTFWQPRKLAIHNLPCSKPSNYRYEAPILPSIRPAFPRSSPLKLGWPGRWTTSSASGCKGAREDLSDELLLLIFLHLGIA
DLFRAQYVCNKWHTLILANLEQYLQAYGPWVLMANTEGSEAIVWFPLFGSQAKVSSNDLHLSKFSSIVASYKGLVCNRLY
HEVETLLALVVGNPITNEWKQLPIVMARSNDPSSDCKFSSNAFEVEIQVDSDGHYRVLAIPDTGIAAFWDDALEYDSRTD
CWDRLFPKEGPQAERWQRFLSLGHTFHTTWYLLLEVMHGCRYWRFLLPPVGGVDPDMPWATSDPLSPVEFYYWAGKVLKN
CCASSDMDYVLWVATKRKRQEPKLVMGFVIYKLYLDKLDNAEIANAMVSYKSEEAWEFVTEVDVKHLYGEGWDSQGEMSR
DCPDPGFRYYWIGDLVCIIRISKNWLPVAFNLATWEWIKPNVDISENFKGMSVFMPSRILQNVFQSQSLLSNFITILRAS
GIDEHNIPLSGQEKLRGCKVQKMVSLNIDRGST                                               
>Smol_XP_002971048                                                              
MGRWGAFEQDGGRCGNLERITEPSLVLHIFSFLALPELFTLRAVCKSWYDAVLAPRFVQLYKPSLKPWAVLRVRTDPPVD
RELRYDEEHFDYGMKLENHTELWRPHLSLNQRSRFVGLCSSNGLVCGMLMEHRDSVTSAVGNPITNMWKALPPAPIASPD
RPRPAYLNISMEAEINADSSSYQVVILYQKYQTPVEGPTEDDDDDQICSLQYESESCSWHEGLLFSTSNSLGSPLRGCAF
FYTGENIFPAYDPHSRAWSHVAISPPARNEQEQEQEDDSWANWSFGYIGAFMYKGKCYWASFMFNAETFEDIGVAIWEMK
QENSMWVLVSRILSTDLFGTNCCLSVGDKDMTVRLVEDTAFILVFYRKESHGVWPPVAYDFALSKWYTCCMENMENEDIE
CNYVVIPSLTAKP                                                                   
>Smol_XP_002970461                                                              
MDWIPVEEVLKHLPAVALWRARAVCKKWKDLIETPGFAAIHYRQHLNRSPPHVLGQDLDSEGPLFRCNPFAGQEASDWVL
MEHNMDRVLNSSGGLILGMRGKDFMVWNPLTGASKMLPPLCLDGEPCSKETAMGMDSFGQCYWACVLREVEQGVMIYIYD
SGKTGMWNKVLVDSDTLFDTIIRDNKLYVYCTRFSGDVEVWCLNLCDGNLSNLVITRDHRGYRMTDEYFCFDTLVVTAKS
LFVTTATESTCYLLKLDSTDFLALYNYQTKTWRRNDIQRAMAHNGKCGKCFIEMLLWCCTLARIALRSKRGTETFKKKKA
RQGYPSLVFPSWAPGVKTPIIVLIFKLGPAGKLEVFFSREELGTWWMQKSSQVKSTNASPPHTSAHHLISTISCWQTEAS
DSLFTPNRQNPVSEGIKSNLLCQTEDDEAAAYLYNESELASNEIRLPREAIRMSWYMTISINTSPSRTGKPGKNYRK   
>Smol_XP_002970115                                                              
MLLPPPRIPSPSSSLQSLLMASLPDDLLVECLARVPRGSIRQCAMVCRHWRTIVQSDLYYRARGKLRMLESFVVVFGGIG
SGLSSATYSQSTGQWQAGLLFPDNHDHDHDTSSSDHTFIHAQSAVLQHRILVLGATLAGDCTMVYDTWRRTVARAAPMLL
PRKKFACCVIGDRVYVAGGASRCRASRDIVMHEAEVYDPELDTWRRLPDMRHRRYGCIGAAVDGIFYVIGGIRRPYAYLS
SMDCFDPRVNAWLKSRPLPIGGGCVISCTVVGSCIYMLSSHAVELSFWRYDTRGQAWSRINLPPIPSPLRIDNLLKFSCV
TVGSAVHIIQVGGCIDDLLRRGGRNPRGLREGLVLVYDTRGQEWSKAPHLPDMRNGAVCAVVQC                
>Smol_XP_002970042                                                              
MVVTLASLTKNKAFTFDFVKCLHDLPEQLQDVIFCKLPFTSITAARCVCKHWRTKLRSQNFLVMYRECRTRPREQWIMAS
NKSGAGGYAMFSIQDRKWVDTSLALPPSLLPRNSTLALFGSCVGLWCIGVSLGPELSKLVLCDPIAARIFKEIPLPWKAH
REDWNFWGIASLDGYRRDRMVVTVASISNNKVFAFNTQFSHWSVCDSGRYVCSWPATSLPFFAVRDERIVMKVRRFDPEK
SGNPWLDLMDVVVSLGVRSRRSGIFVCNGETYAMVGEFYNDKTVLVVHKLNDADGKWDYYSFKVAGVCDEVEILSNGADK
IWVVCCGNPDNPVVIIAFDVSSEEWTMNQGIFGPIRNLDKRFNGLPEQLQDAIFCKLPFTSITVARRVCKQWRTKLRSQN
FLVMYRECKTRPREQWIMASSKSSDGGYAMFSVQDRKWVDTSLALPPSLLPQGTAISLALFGSCMGLWCIGVSLHCKLSK
LVLCDPIAGRIFKEIPLPWTANNEEWNFWGIASLDGYTRDRMVVVVASIPKNELFTFNTQFSHWSVRDVPKHYLCSWPVT
TLPFFAVRDYCAPKIRVRGFDPEKRGNPWLDVMDLAVPLRVDGHLRWTTSGIFVCKGDIYAMVVEFHEGEIVLSVHKLND
ADGKWDYQSFKVAGACEEVEICSNGEDKIWVFDEGKIIEYDVRSKEWTMDNEIFKDFQIIDKVLFFEV            
>Smol_XP_002969955                                                              
MDSLLWSTLPEHLLERVLLRLPLPSLLKFRTVCRAWRSLLCSDGFLESYSSISPQGPWFFMFTNHDYKDGSTFNPISNTW
HHIPLPSFPVNERYIPVAAGGGLICFCASTDGQKHFAVCNLITSTWRKLPPMNNNPTYLETVGMVVDKGTGLYKVVVAGN
HEISVDDITTEVYESGLDTWRMTSSMPRGADPLLGTITCNGVLYSWCCDPDGLVAYDTYKDTWSLIQTPTPDSLVSNTIL
ESRGRIMMVGGLQEGNITSAICVWLLNVERMEWVEVDKMPESLCHEFLGDRTYFMCVGTNDVVLLYIGGGLRDMPMLLYD
LVERQWSRVSDCTLPDERLIDGLIDGISFEPRLDILV                                           



>Smol_XP_002969742                                                              
MVPWKINRLIELKKSLISGLPNDVARHCLAKVPRVYHRSMRSVSTTWRKTVESEDFLAVRRKNGISGLVVILMENGHNSY
CIYNLPSKSKAPLPDPLPTGLEIGGAIRHIQDRGGGHSPRRAGIQDELSPLDCGEPHPDLRFHREQLAADCRAVAVRYGD
SEWELRPRR                                                                       
>Smol_XP_002969709                                                              
MARLRRATDSWCEPLLEPEQCPCERLPDVVLCRIFMLLPPRLVARVCSFVCRSWRDVSLDPSLWSYYCQNTGLRSADEIK
LSGGWRALFIAVFGPNLVGSPCFRPIEQLEVDQAKSKAPGPWEPKHRVILDRIAVLDDVEENYHSYSHWGVEAGSQFHRG
GGDGVVRENPPVDCSPCPSVPLESVIATSHDWGRLQHYIGFQTFSNKFLDQSPPFVLTAWFAARRGSPGLFRINLLLRDD
LKNCKSVWDSGIINAKDEWQQAKFIIKDYNKGVRSVMVKLAGKCTTGERGFYGTKFTDVRLHFIPICEIKNYADFDEGVF
LDSVA                                                                           
>Smol_XP_002969407                                                              
MEAQELVLVKHKEEILFSSFVLGFNTKEVGSHNGSHTAMVGQDVDIWQTVGLWKYSSPGLFLLAQYALGVLVATDLFVGN
SILKSANEVEGIAEDDTFREDGLQMNQEIEEEVLQQLPLRDVWRMRAVCKRWRELIDSPGFGVRHAQASIPAAVPYVLAG
TLRGRMFRGNPFNNSNAFNWIEMEVCPQGGFLIGSAGGLLCFLKGNQVLVGNPVTGCFRALPDLRAKGLISSSYMGISQD
FKEYTVCFVKSRSCEEKKVEIRGKVRSVYTMFTTAHVYNSRLGCWRAASTPLGWCQLENMGEMVGNATLYLLCGHYKNLN
DPEYVGLFTLDLEGMRFELKQTWPWDERLHRNHGLFVSCHGRTGVLCCTQFKNSMQLWYMQGETGGDVGGENLAKGVGKV
SNAICLNGAVLFVEEKSLSTTILNLSTTDAVAFPFQKKSNLANFVEFTPSLLLP                          
>Smol_XP_002969258                                                              
MENKKPLLPPNKWLHLPLELHEKIFALLPIAAITRCRAVCHTWRSILLSPPFLQHWARIAAPIPWFLMFRDHKFRAYSPA
LGTWHDIPAVNPSDHALDLTCIVASAGGLLFLSSQKKKKGSPPLLLVCNPLTKSCRILPGLSRITLIYVMGMMESGWNSY
KILVAGVASSSSQELITEIYDSASGGWECQSSARLDAFQDFSGMRAVWSDGFFYCLSVPPYKLVAYDMGKRSWITLDHAQ
QLPALAIPNLASASLLVCRGRLVMAAKITGAAASKRVRIWEFDAQSCHWKDATANSDPVLQEFCKCVSYFMALQRPRGLD
SVCFNSWCRWRTLMYDVSQKKWHWLPEHCGRFKDMLSGLTYEPTFLARA                               
>Smol_XP_002968881                                                              
MDREELPREILVHILRRLGFEDRYAAATLVCKAWRDAVTDPACWDVASVEECFERRLEVVLWSTDEFEERIDAMVKNVVD
WSRGGLRELHARHCSNAALVYVASKCPRLQSLSMRDSPNLTDVAGAAIAAACPELRELDLSNTKCISLECFKPCKSLGAA
FASAMPGLEVLEFRNGALSDADLQSILDGCSKIRHLDLRGCQGLSNAAVEAASSIVPCFLKPLPRLDEPEFPRYGHWQLY
SERFQPEFQF                                                                      
>Smol_XP_002968687                                                              
MEALWRSSQGGKALRRSSRIGKTWGSLPLDLQMHILSLLPVEDSVWSHLVCKQWDSLLNDPHFKALWARNSRYRTPTFVL
LQEGTNTELLKQRTRYYKYPSGPYRLQDLPRGWDSWLTPEGSELFLSAGGLVVCIIEENCETRFFVGNPLTQQWVTVPAL
KTSAQCRRSFMLIPYMSEGLMFFRIAIDPYLFDSKVGIWTRPPYQTMWTSSSNTLHIQGVQYGLGICKQHSAVVLLEIDD
LGALSESKWLWAWDVDTIPSLSYKYMLEIGGEIGLLVATIDWEVVVLVLDRKSGKEWSWRKVSTLPKHFYRHLHDWVPLF
DSRTCCTHGNLTFLCVGMQVLVFDSQRMTWELVGKRLLHTMELLVWVPDFTAVPNANTPSEKLKQSCASKYPGGSFHITP
GTFSEVEALSKRGMPWQQIGEVAVDRNKAVFTLHLIA                                           
>Smol_XP_002966765                                                              
MLPPEITSHLAFLKKREEFPGLPIAAGYGEEPLAPDRLIKERYSSQSICCDWLCGSVLVSCSIFQCCVQPLRSGSLVKTT
WCVCGCFPTYASIVSRRRLIEASSPTRRERWEERTEVSEKCESKGHCAQKRKNMTHPGLLQFKLVLAFSGTKYLRFSTKY
QGTLVNSFLFNIMVIILLMLHKVRSAIERLPDEVLYDILSRVSNKGGKDYAGYCLVCKRWNRVGKEVGLDVSIDCPLEWP
AFQGGGLELGRIRRLSIDMYLGSDYSWLVGLSDRLEEITIDGGVLEPDKPFDLGCLFKCSKLKYMSLARVEVREMARHGC
GSTERMLALSFPALTCCMLKKVVGVELQQLLDSCPRLERLEAEMFGFNGLLRSARLRELRLEAEAGGDFKLDFPDLEAAF
VGDCMKLELKAPRLKRLSLGSCQELVSLDLGSPLQSLDLYSSGFRTAAAVDRRHFACVRLKSHGCLTGGYCAHKVAKLIL
VLPQLRECKELTISGCCDCHPWKCSETDQLFSSHEVELPCYKLTKIYIEDNKGSGLEEMLASLVKQCPALRALEVAGVPD
EQLLNKLRASSCSILQERLDRGDWLGQKRYNTFGSPAESVEMSPTNGLAARNYINLDSYNDFMDIHDVAPLSHCQNTR  
>Smol_XP_002966587                                                              
MGEVLKEVFPLLTGRDLAACICVCRQWRDVGRDDFLWRRLCASRWPSICLNSSNSHQRSTIGSSTIGAIRGYRNLFSTIA
RSKRNRALPAPKLCFRDLEFYVDVWVGRKSVYSAIVAGPVVQSRIKDPPEGICDSMRQHLLSSEYKMSVPVLPYFQFSPS
SDVSDSDDGVCSMSMLVRRKDSDQIATIIDGSRFTYVDGLEKRAHAYDYLHISPLYPFLSEIRAWVALLLVERPPNTMAE
VFGIELDFLDTASSDDEVLLLLDILDWK                                                    
>Smol_XP_002966522                                                              
MAMVFHPIINDTEGYRPVKYFVTARPWLDLYGTRIRPVAQSYQIELDPSLLHRKLSEDILHEIFMRLSPYTLGKASCVCR
KWRYAIRNPVFWRLACLKTWQLHGVEGNRKILSQNYDGSWRKMWHHRPRLRFDGIYVSRNTYIRAGVAEWKVTNPVHLVC
YYRYIRFFPNGRFLYKNTALRLKEIAKTMNRRATKENTYGGRYTLAQSQVDAAVVYPGLRPTVLRIRLKIRSTTPGANNR
LDLLLLVTSGLDDIEVSTDEEILSSVENWEEDESHNPNVPAVTHKKGLAPFVFVPFEEVETSVLNLPVDTMDFYLPG   
>Smol_XP_002966466                                                              
MTDEEGNGLEDEQSFSCWEQLLPDLLAQILARLPFEERFLSAPLVCKRWNRACKEEPHCWTSVDIEPWFLARVQQDFWWE
FECDDQIKWIIHEVVDRSRGMLQDLRTMHCCDSSLEYIAHRCPKLVSLGIRNSLRVTDSSAMTLAYKCPLLASIDISDCY
NISSAGLEALGRHCPRLIRLKRNMLRNSDRIERNKLLARGDDDEALVLSRSLRGIKHLEMKRGELSDEGLLHIARGCSRL
EYLDVSLCAKLSAKGLDAAAGMLEKSLKIFIRPKQTLPDLLWVFFQ                                  
>Smol_XP_002966205                                                              
MAARERKQGSAAAQGWSELPSDLLERVCLRLCVADVCRLRAVCREWSLFLRSAQFMHNHATATAAVAPPAPHQRWIVVYT
DQMYAFVNGRRWLPVSSPAAYRHHCRIPRRHEEEYQADVVADGAMVCVSRRSLINDNSVREVFVYNPVAKLRLDLPKLQL



KLEEEDDRQEWPRWRPWALSSGPGRSFKLLFLRYQSSQFYLFDADRAEWLLRTMPRSMMLETVQHDDFSQAATCIAGVAY
CVNWDRSALLTYSVDKDSWGKIDTPLTRHSRNYLLIEPQIVKGPKLAPMLVAGVRKRRNAWLHPRWRRDADDQADVVSIW
ELDTGSMTWSKICEKACELTSYALAGNEQHIFVIPHGNGEVLAYDTAMQQSINVGDRMTLLNRSPFPHVYGRFFCISQLR
PRSRTSGLWDHLEQLTPYHFLEILETPEALPNPSATAPLQMAALGVGGEITSFVIIYLSIIFFIKYGLSANPPTTNMCFM
LASTCLSMRAITLFTSVSTHSPQL                                                        
>Smol_XP_002966201                                                              
MSGKKSSTLTPLWSVIQDIKGIGSISRRSFEVKLPTYSRSRSHSAAQDAAGRHQFGESGQQSRWANMPPELLRDVIQRVE
ASDKMWPSRKSVVACAAVCRNWRKITKEIVQTLEQCGRLTFPVSLKQPGPRDATVQCYLKRDRTTSTYYLYLGITPSKPS
KKNGKFLLAARKFRRASGTDYIISTDTDDFSRGSNTYVGKLRSNFMGTKFTLYDSNPPHDGAVASTNRAGRRILSKQVSP
RVPAGSYNIAHIAYELNVLGTRGPRRMECTIHSIPASAMEPGGCAPTPLESATSMDEASMLPPLLLPVGAKSSKVAALDG
LEGLEVASKGKPLVLKNKPPRWHDQLQCWCLNFRGRVTVASVKNFQLVAATEIGQPPQPSDPDNVILQFGKIGKDTFTMD
YRYPLSAFQAFAISLSSFDTKDSLHCTYALMF                                                
>Smol_XP_002966085                                                              
MEELPRDILRKIFSSASFGTQAKLSGVSRRIRSLLRSSSFKPKNPCETWMQVHGPSFQCVFAFDPVLRSWYKLEMVAGDE
EKEGPDASEAATVSIALPGCCLKDQDNFLWLRPNRFAVLYSPTSGCLAGLFPAIPNSISYRDKDPGPGVFVAVAASQESE
EWMDTSDDKAGRRLSGILAIRNGCDRPSWTAIGDGNTPGGGPVLDDPEVFTSAIGPSAFYFSCFEDAGETIYALDANTLE
WSTKQINTDAFSEHVFVSHGPLIASSSSGSLVAATTCEDEFVLEKGKPGPETHVVIYTLDLEKSKWIRLCQMPPDMEKYL
SSSHIGIRAGIGVLFFYSLTADSFRSVTYDQESENFEIVPENQELNACIKESSRLSKQRSCLGDKRTREDLAALETASPK
TLKTLGGNSFF                                                                     
>Smol_XP_002965662                                                              
MEEEGQEVCFDALPDSVACAILSKLRDAQTVAQCAAVCRRWRALCAAVDALSFESFQLFEKRVGRASKASCLEAIVSRML
LRSDGVRELGICYHPVEWPWIRGDHFSEDKVCAWLGHVRASLEKLVLVDPNRERPQPLKLLQLSRCPRLRWLNLCYGIIP
DLPGDMKRMESLRTCVLDLIAITDSALEALLLLCPCLEDLRLNSCKGLRAPSLVSPRLASLELVHEMDMCEATVACLSLD
TPKLTRLSLSYVEELIADGEALLELGLLCHVRPRIRDLSYLTALQMKGEVWLLESIVELVRLGANVTQLHVDAVIDNKSP
IQLDALFRHLPLLTKLYIGADMFECVQAGAAGVTGSATLRLPRLEEIVAVVCSGSNGCIAVLATLLRCSSSLRSLRINAH
QLSKGVGNITFFTDVLGLQREFSQVEIVLDCPYTLL                                            
>Smol_XP_002965404                                                              
MFFFFAQEEESIQPLAKKRRIEDLDCIESGEFRKIPPDLFRNILKFLSPEDLSSCAKVCHYLRRVASDETLWKKLYFLRW
GPPPFCKLSSIEWKQLYFEACDQIKDKADVIASLRNTEFREYYLQMEIAKRSQAPVPSQIKDELGVFDPSIADQVTQWRR
SHKLSEVYSGSHTCSGRTCSYHQIGDVYICEKTGCAHFCGDACREIVMSPNYNVCKISGRCFDPCVFPVEEDGEEDEANV
RPQLVAAEEPEPFLGTGRLARAYSLGYNCRDDREFERALRCC                                      
>Smol_XP_002965383                                                              
MDPFINISEKKQKRHWDGMITNRKVRRRITGALDHPIWSQLPLELQLHILNFLPLPALCRGKSVCKAWKSAIQGLGYSTA
HRFCNGQWYIMDGFCSVGLCDGNSRPLSWKMVEMFRPSRMKTASICVSSAGLVLAYFPLNTLGTAVVCNPLDLSSLVKLP
PPPGSEPTIIFVAIQSSVGSDNRPWFSVVCVQGIKTTYVGARHLVLQVYDSRVHKWVSSCRVFTNGNEIAQTSFDDANDC
MLLREDKLYFITIAKNNTRSLKCVNVWDSDGKVATLATWTSLPMGLHQEPYNGPCRNNNTSLVYCAGKLVLANFILDAQT
LGFVYLDEASRQWRPLATMPREILPANLRNVGLLASNMHEWSLVVAGGETEITLLIRHFEGRSGGIYNEVTDIWRTAFGQ
RGGALYPFKPSFNPL                                                                 
>Smol_XP_002965382                                                              
MDPFINISEKKQKRHWDGMITNLKVRRRTTGALDHPSWSQLPLELQLHILNFLPLPALCRGKSVCKAWKSAIQGLGYSKA
HRFCNGQWYIMDGFCSVGLCDGNSRPLSWKMIEMFTTMETASICVSSAGLVLAYFPLNTLGTAVVCNPLDLSSLVKLPPP
PGSEPTIIFVAIQSSVGSDNRPWFSVVSVQGIKTTYVGARHLVLQVYDSRVHKWVSSCRVFANGNEIAQTSFDDANDCML
LREDKLYFITIAKNNTRSLKCVNVWDSDGKVATVATWTSLPMGLHQEPYNGCRNNNTSLVYCAGKLVLANFILDAQTLGF
VYLDEASRQWRPLATMPREILPANLRKVGPLASNMHEWSLVVAGGETEITFLILHFEGCSGGIYNEVTDIWRTAFDQRGG
ALYPFKPSFNPL                                                                    
>Smol_XP_002964983                                                              
MYTLPDDGLRGRLSMEFNEMVRAILIPQCARRNRTRGHVHTIRERLTSEVMAAIVFRMLAFLIVVLSLERNSKVGNGQIS
LWQGADLLTRLDVGRANFSIQDAAEPATADCLGELRSGTRSFCGVAPPPPLHPAPTQGPKEGVPAPGQEEAPGQQAPGPG
PRPPTIPAPQQAPALAPGQEEAPGQQAPAPAPQQAPALAPGQEEAPGQQTPGPGPRPPTIPASAPQPGIVLPGVGGGGFG
GGGGGGGLGSGGDALPPSPPQAPSPADSQAPSPADSPAPDEEYPWPSPGNTWYKSSPVQQPGPELADDPDDNDEPEDLPA
VAPGVSPPASPGAKPPPSPAPPAPPGVLKFGDPESAARRSYGGDGSLQACDCWSSFTLLTASTPTSRTGVDDFDLGLCRR
LYRRMILEGVQPTEVTMLVVIAACSAMESPWEGIVTALTDSKFFTDTAVCVIFLDSLKDGPLASICDCKSEQLVIYVALV
KAQADFYFIPRVTREERSIIWIDTADKRPSGAKISQAKKMEERGEDRKGNKEKSQGQDHEASAFHGKYEADSNASVIYSE
LPCHQEVVEVGLMIRRKKRFQFPFQPDRCKIHVNLRMISKIDGRQPSVSALNDTLLFQRTPSSPDAKTSERERTSFFGRG
HGTSLLGKKANPDDWGIATGMISWKLTAYGKFFHSGLPHKTINPMEAMKEIQTHFPAHPSYGFATLELSRRWAEAYPRLT
KLLKTSTWMTAGYGKAHMDLIPWWEIVSRLDNWSIVRASSVCKSWRDIIQSPGFKARGVMDQGVWILTYVNDVLRAWCPL
SGFFLDEPFPSFERPYRVLAIEHGLVLLRCGSKSYVGNPVLMEWKEVPPIDKIFLKTDKVDEEILWSHKVLFSVDRQRYS
IYVINSDWLNEISVIYDSSVSVWRIDPSLGPALEARAKPQYSLAIKEPRSYISHFEYKGQKMLEVITNNEFSVWEERDPS
IQKCMSDIHKTFEVDKSQWNLVAKIGIPKREKYNCHYLETLY                                      
>Smol_XP_002964923                                                              
MCYRNFRTFTTPAPTQFVSLAADKSGEIICAGTHIPDIRLVYENSAASGRLQWSRGTGSWFGLVSYRREVGSLLSSSVTW
KRNDNSSAGVVGPTIPLLLHVRNHCLKCVPVTTLAGSTSWNHTCPAFGTTLSCESTCPGSVGITCMAVCVSTAMIPTGIP



PSRPSPPLERPGDGVNFIEMPTSILHYIFFKLRILDILRCLQVCKAWYAALDVGFKSAWSLKSREQLVVSSTNEVYLAEE
QRWIQCSTNPLTSFTHFRQLASAGGLVLAEASTEADYGISLCVGNPLTGSWAWLREHLSSNRKGSGEDLAIEGDAFKAIL
ADQTVIHTFDSSTWSWTSEDLAKPLSNLDDYYECKRSGYDRSFLFDVEKMAWTELDTPSILVCFSPNFDIHPGDAPMKQH
CENCTAMKEIICQYEKRIRELLRERKRRLCWKCQNPMP                                          
>Smol_XP_002964280                                                              
MSRQSCWANMPPELLRDIIQRLESSDNVWPSRKNVVACAAVCSTWREITKELVKSPELSGKLTFPVSLKQPGPRDATVQC
YIERDRTTATYRLFLGLTPTLTENGKFLLAARKSRRATSTDYIISIDPEDMSRGSSSCVGKLRSNFLGTKFAIYDTQPPH
SGAIASTNRAGRRVAAKQVSPKVPAGSYNVAHISYELNVLGTRGPRRMQCTLHAVGAVSMDSDSEGMAVPASTELAAAPV
ADDAVGEPGLSSSGGDRYVKGDPLVLKNKSPRWHDQLQCWCLNFRGRVTVASVKNFQLVAAADQPPAPVCQGEQDKVLLQ
FGKIGKDMFTMDYRYPLSAFQAFAICLSSFDTKLACE                                           
>Smol_XP_002964082                                                              
MEGAALVASSIPSNSMRKRRKKKQREGIEQEEEDRGDPKVDDDPEEEEEEEEEQEELVSSDLLQWSIMSRLDAQSLARCR
LVCRSWRGLASSDVLWRPLLAQLLGLRAQIPLQMLALHRPIAARAAYSLLMDDSRKYRLVSSDMCSRTWELRVKPVCGQY
WYSLDPSTHGKPALARFFHCDGSITAADNDPIWGGQESAWRFVCVDAKQYIKINYWPEFTIFRLQDGRWRLENKWATYTT
APDLYLGTGMAICKEKAPPCTGCAYPRLMNAVTALVSTSFKLVY                                    
>Smol_XP_002964046                                                              
MESSPTELLDLPSDALLLCAGSLDLRDLSHLAMSCKRLRQIAYADPLWERQCRIRWPAKQTTSGLFEFVGGRDDYLGRLI
ACQQFRFRDPFEWQLSLPTMVKQILIHEDAIVAARGSEVLVVMLSSSGLKVLNDHSARINCMRLFPVGGLRNYFIGDNIL
ATCSADRTIRIWGKGRSLRTLRGHSDGVSVIADRLLGQATVIASGGMDSTVKLWNFNGGRTPLLTTLYGHESYIKDLAVA
GHNPCIMVSGAKDSKLRVWDTNTATCVGAAKGPASLTSLKSFQSICYASGGSTVAALDLRTMKTVATIDHPGGICATALS
SSGKLLCTGGNDRTCKLWDTRSNHQALAELCGHDSPVHFLHLDDVKVVTAGPDDTVVNVWDSNHGTLVSSFDQGSCTTAL
ASQEIFRTARNPRTKLPDQRAQSFGICEAALGWINTAHSSVHKKQYKNVIKVLDLVPRTLAFAVDKSSIRTGHGCAIVDN
GGNQVILRSTVTIRQWDVVSQLQVLHWKVDEGGVLLGEDPLAIFELLGGETSHMEQEKWYVTNLRLVSSGRDHGGLFELA
LEALEDDAAVGDLGAAEISVEGVQEPEAKLHRIRGLPNAKPVLARHCYCLYELVGTYVTLGSSLCSRSSSSTRQMCG   
>Smol_XP_002963821                                                              
MDQSCCCGAFERLQEEDLVLYILSFLHNLRDLFRLRAVCKSWYRAVLSRRFTTVYASSPSLRQLWCALRVRTEVPDDIGD
FDNYYDYRMTLQNHVELWRPKEGGPASCCLTMGPHGSHFVGLCSSNGLVCGRLMEHESSLALAVGNPITNSWRTLPPPPI
EECDVLPPPSLTISMLHDQDQGSYQIVVLYTKDSDAGPADENGMKFFSDEKMYLVYPMQYDSKAGIWESGLPFSFDTSQG
SPLRGNAIYTYHVAHLILAYDPSSRLWSHYDRAAIANLDPEIDRGGDWEGWTPLSRLVFTYKGKYYLASQLVFWQDVTTY
RSLGFSIWELNYELAGWVLVSRVLWRDLACSPMHEEEDHDWKLEVAGDMVVFSCFYKKATFGTLYPFAYDMIDSSWIAPC
YEQNQGRFDDVECSYSFFPSLSAQP                                                       
>Smol_XP_002963738                                                              
MEPLDHHLMLDVLSRLDIQSLFRARLVCKEWLELVQSPWFSARNLVVLLHLGNSLQLWDPLATTVAWPVEGLSRISTSLW
ASSAGLVCGMKWPYIFVGNPITRKWKKLSLGQFNLHVSNMEFRHDPFTGVYTIGLTLKGGGNTYTYTYDSSKESKGWSGP
FAKPNASKTCIDLRRENHRSNSWVLTGELFVGKCVCGDKFIVATEWRDIDSLKFCGLRIWELDDCMRPMQVSNLGFGSDL
QDSKLSVYPLRMELVDDVIVFYVTAPHRQAAGGVIVTYYPVRRQWEWLKGAWCPDSYRDSFVFKPSFSSKP         
>Smol_XP_002963689                                                              
INALPEELLVEVFRYVAAPADRYACASVCTRWLMLQSHLHSSEIKDDEQELSLGSGDELKRILEGKRATDVRLAVVALGT
QSRGGLGKLIIKGGPRQKLSKAVSNVGMSSVGICCGNLKVLSVWDCPNIDDVGFSWIGKGCPQLKVLNIMNCPGFGDAAL
RAIAAGCPLLSSLTLDGCDKVGDEGLQAVGKRCSQLSCLSVSRCNKVGGVGVTAVVSSCKVLKAMKLEKLSINDEGLVAV
GEHGGSLQKLKLLQLEKISSEGFFLFGKSSGMGQLKHLQISACPGLTDSLLDSVGKTSKEIKFLSLANCTSLDESKLLTF
VKDCTFLEGLHLEKCAFTASAATMTTTLLSSGSRSLKVLGIVNCTGVGAGLLASLSGSGSSCLLELDVSGFTALSDESLV
PFLLASGSGLTSLNLSGCTRLTNRALAAVASFCPSLGLLTLDGCASVTDQGIRYVAQGPQAVQELSLAGCDVTDDGMVAL
VLAKGSSLKTLSLAGCGRVTDRSLLVMKTACNALEALNVKDCKGLSRAKLEWFEAGLWRCQL                  
>Smol_XP_002963685                                                              
MPDWHENFENKHCRMLSAPLMIFLVDPFDSLPDSLLLLIFNKVSDVKSLGRCCAVSKRFYSLARTVDNVVVKVDCVISGD
EAGHLSARGKGFFGHLLKFFGSMVRPLQALQHLLVPKRALVASTSAATTAAADVSHHSPGEVLKNFRDLEHLRIELPGGE
LEIEDGFLLKWKARYGSTLESCVILGASALINSGDQSSSRKNSTRTSSSWLSSAAQRRSSDTQSSSPPPPPPAAAEDDGN
LPDADGGFKLRVFLTAMNDIFYTLMAIIPK                                                  
>Smol_XP_002963547                                                              
MKEIDRILSFVDLATLSNCSAVCKSWNNIISSPAFRQLWCRNAGVKEAPLIMTSSMHSEGCYTFGTPLSSGHRRELRLRH
GDVVASAGGLVCIRGRDSDVLHLVVGNPLTQEWTEVPALQWEDKEETGIIDFAMLVDGDAGYFKVGIQHSEATTGHSCYV
YDSATGAWSALGMLCLTQAHVQARAQWLKTRALTFPDMDALYYDLTTLGMYDIRRCEWSIGSVVRNLRFTTGLEGVKHTR
CVLPRPGVCTSRLWEWDGQRYFASGWVYAGSVEDVCCGVDGFGIWRVDEDGSLVTVSAVTVAICSQYPRLKPIVQLLEVV
TAADANLVCFSERCPAMLSVVVVYDLHTSSWSRLAAQRMDHYSEAVVYQPSLRPVRKPWQNQTRAFPKKRMSFYPNLPKR
DIQIQLNRWSPLAAQRMDSYSGAVMYRPSLRPVMKPWENQSFLTTHLPAGVGSFAAPEPRCDDKVEFLARNDIQFHCIGD
SARLPRPLQAKISEATSGNTGMKFVMAIGYGGHSDLVQACQALAREVEQGTMAVEEIDQINLARRLMLECWHAGAARLHQ
RRRSAAEYRLLGARV                                                                 
>Smol_XP_002963387                                                              
MEERHGARPQHQVSSSSGGSYAHPPECRIIDLPPVVILEIFRHLDPRELSVVACVCPLFRILASDSHGWKEYYCERWGLP
GAVAPAHEWKQLYVARETRCKALLGRFKLDLLCGHTETVRAVRMVPARNLVVSAGYDSSVRIWDVGDGLPAAWSQPLGET
IRAVAVDGELLAVGGSSVVRVWHASPGCSHLFDLARNSSGRFLRGHSGPVTCLGLDAGALYSGSWDMTVKIWKRHRLEKF



SQSLHHSDWVWGLVARGECVLSTSGSDAYSWDVETGALLRFRPCVHRGNALAVEGSRTGSFLITGGEDGAVRVFDNRIPP
SVTLAGECSENDAVAAWLPHSAAVNSLAFDDPSLVSASADGSIALMDLRHVMRKGSIKSRAAATVKRPYTCVVKGDTVQR
MLSSGGSCAYSVDIGSDRIVSAGEGTAIKVWDFSQALEFEKKTQALRSVRREQRAQRKLAIKNRRKE             
>Smol_XP_002963336                                                              
MAAPVPGLEQILEEPQTYDHVRHKIHGLRLSNARAITSSSRSSATEDVGTLIPKLPDSVALHCLARVPRSALPLLRCVCR
SWNRALSTNTRDIASVRREIGTAEPWIYFSFSPRGDCIQSQRSSNYFTAFDPGSNQWHSVGWLPGLERLEVLKGYGCVGL
GGKLYVLGGTLCIKERDFGGGCQRDLRVRSEVLAYDCIGGRWKQCASMRKARVDFACSVSGGRVFVAGGRGRLDHENAAA
MASAEVYIPELDRWEELPDMSITRYKCVGVTLKGKFFVIGGYTIETLHRSSVEIYDPSERRWERRPGMWALDIPPYEVVE
LQGKLYRSGDQLNHWRGSIDVYDERLKMWKTIRGSNRRIGEDLQCTVRRYVTMAGIDSYLLFFGGHCRVGDRSGDHRPFC
LETVDAFQAPIGRWCGLDPFRSSCRELCSSCCVVTA                                            
>Smol_XP_002963064                                                              
MAKRKWDGMTKTRRKRMNPSIWSRLPRDIQHQLITHLPIPTLCRFCSLSKDWHAAILQQQSRQQWYITFANSEVFNPMIQ
NRHELLPRLIGNVIFTAIQSVPCGSEGISYIVVAVTTSGTAGNLRMHLYDSRVAAWISTTDFPVPDNGELFCRGNRNYNN
KNMLLQGDHLYFFTVSPGNVTRLKLFNVWNPKATLRTVATWTSLPLGFDAAGYARTGFVEKDMSLISCGGRIVLGILEPR
DDNRNLGSRRFGFVYLDKESCSWQVMASLSLDSVFSPGMIKNSEYTTMIAVGNKNSSEVALLFQEKWGCILNLASGRCCF
KALIEHWSRNMHREENQHRMSCCHRIRRSLVKVITGQGILGLTRSAAQGAPCTFCLRASPPARQRLNNQTLTYEIAVHVG
TGSSPPAPIDGSNSPVNSSSQRKVKDPVKDLVNVRNV                                           
>Smol_XP_002962792                                                              
MNSSAKRNSSEMKATAASASSSGRSSKKLNHPPQVESASCYCRAEAPNAISSHSAKKFVPATARHCVLQEEAIKPPPAVR
SRSRARSNGSNPQLIPGLPDDLAIACLIRVPRFHHRALRIVCKRWHRLLAGNFFYTQRRIAGLAEEWVFVIKRDNEKEGG
RISWHAFDPRFQQWQPLPPIPQEFCEALGFGCAVLGGCHLYLFGGKDPAKGSMRRVVFYSARTNRWHRAPEMLKRRHFFG
SGVIDNCLFVAGGECEGVHRSLRSAEVYDPARNRWSYISDMSTAMVPFIGVVYGGNWFVKGLGSHRQVMSEVYIPGQNVW
SPILDGMVSGWRNPSVALGGTLYALDCPDGCKLRVYDPVSDTWKRSVDSKFHLGNSRALEAAALLPLDGKLCIVRNNMSI
TVVDVGDGSYVGDGNDGSGGGSSNARISQVWETIAGKGHFKTFVTNLLSNIAGRSRLKSHIVHCQALSA           
>Smol_XP_002962679                                                              
MDSVELLQDVEASDELLDSRISILEFVPLSTIGGEDQGGSDLRLHTWVLVLNTPKDQFLVWNKNRNSCRISRILIACHWK
NRVASDGGPLVALWSMRRQLIVLDVSTGMACICPSPPELVTSSSSSLVLSTSALGSSLDKFQLLVVYSDSALAPQHSFLI
TSAIFDSTTGMWRVNSRYSPGFTGRETTVYGDSRWPGYSALAGGFLHVMFCEPSSWWNTPCVRYDLERDEWCREPVWTVK
WSQGQVKNMRVHYSEETWRINADGLPQALVNLQPPLEAGVANITRRSDGVFLYAFFTCQGCVEIVYIHDFEAGIWYAHRY
RRLRDLLKLKPVKSLDYNHGENVDGQKWSNLPTDLLQQVAQLLCTVSDIRALSMVCHNWRRTGQRLLKRYQEPALVFWNK
KHSELCLFRSDKGWSRMIRDKNFAHRAPLITHGPLLISWEGSTLYVTNVLKKIFSTKQVMAPSPEMERILRVACISQEKL
LVIFFTELKEVAPAVVSFNNSTRPQWQVGNSRRGIATLTPVETFFNERRLPWPPADESGARDAENVILLGSYAYFMLRVV
ASQRQTVFQYNWESDEWVSQEQVQTPCRDCHDFCAYSYQFHVKSPLIQLNGRPAILRPTMEIWFLADPGGKCIAKIPQET
WEKLIQVLDTSYEYTYIWAVGNITAPRIVVVSVHQCTTSVHMVCSIRNTLVAIIVWEFVLGLWDVIPYSNREDRLWLKSK
YFAVCLEQNSLVMKHLLRRSWFDFLTVPWHLRSRDRRFIEPYILSRAMEI                              
>Smol_XP_002962678                                                              
MSQLDQLGQRKKISLTSQPDRLVRRYEELRPGSLEQLWNEINARESQTLSGLFGKLGNPKARYFGREFFVQQDVGGFDVP
VIYQWRSCKVKMLVQCSSWHELVDHERLPKLPVPSLRSLLKHLVVPPISPQEMVPEATVINQGKETAAENVSKCAEKKRE
FYQNAKKVQKNLKSQKVENEDGASASHSQSGGRQESNFSSIERLRNECEMKQKPRRKSEQRKLRQGSRLERNPNQRQDQN
NLITKMSCGDKGLAQQKGKGMDSVELLQDIEACDELLDSRINILEFVPLSTIGSEDQGGSDLRFHTWALVLNTPKGQFLV
WNKNRNSCRISRILIACHWKNRVASDGGPLVALWSMRRQLIILDVSTGMACICPSPPELVTSSSSSLVLSTSALGSSLDK
FQLLVVYSDSALAPQHSFLITSAIFDSTTGMWRVKSRYSPGFTCRETTVYGDSRWPGYSALAGGFLHVMFCEPSSWWNTP
CVRYDLERDEWCREPVWTVKWSQGQVKNMRVHYSEETWRINADGLPQDLVNLQPPLEVGVANITRRSDGVFLYAFFTCQG
CVKIVYIHDFEAGIWYAHRYRRLRDLLKLKPVKSLDYNHGENVDGQKWSNLPTDLLQQVAQLLCTVRDIRALSMVCHNWR
RTGQRLLKRYQEPALVFWNKKHSELCFFRSDKGWSRMIRDKNFAHRAPLITHGPLLISWEGSTFYVTNVLKKIFSTKRVM
APSPEMERILRVACISQEKLLVIFYTELKEVAPAVVSFNNSTRPQWQVGNSRRGIATLTPVETFFNERLPWPPADECGAR
DAENVILLGSYAYFMLDRVVASQRQTVFQYNWESDEWVSQEQVQTSCRDCHDFCAYSYQFHVKSPLIQLNGRPAIVRPTM
EIWFLADPGGKCIAKIPQETWEKLIQVLDTSYEYTYLWAVGNITAPRIVVVSVHQCTTSVHMVCSIRNTLVAIIVWEFVL
GLWDVIPYSNREDRLWLKSKYFAVCLEQNSLVMKHLLRRSWFDFLTVPWHLRSRDRRFIEPYILSRAMEI          
>Smol_XP_002962653                                                              
MAYRNWDGMLDKKKSRKLDPSIWSRLPQDIQHRLITFLPFPTLCRFRSLSKDWCAAIQQQPPRQQWYIALGDVCGKFLIS
PNAISWKEFTLPLPREARIFALSTCSAGLVLSYDSTFARYFVVLNPLQQTRRELGCPMLEGDHEMIFAAIQSAPPSGSWF
VVVVTIETSYGVMVFHLYDSRAAAWISSTEFTPVQEDEDLVCGVRMNCINYSNNCMLLQNDHLYFLTVSPGNVRRLKSFN
VWNPKATLRTLATWNNLPLGFERQPWYEVDMSLVSSGGKIVIGMLETHDRNTDVRTLRVCFVYLDEESCSWRAMASLSLG
TVKIPKLIKKPGRIFMVAAGNEHTTEIYARKVNSGQSGEVLKREMKRLTREQERPCCKGLSVVAKTILMENSNVDEEEVL
DQIPKRARHWKECKIYFNAMHISTLPLVNGYIY                                               
>Smol_XP_002962574                                                              
MESEVAGNTPITHLASISEALSQGLQNLCRIDEDRRGEVEQRAASSLDSEVWCNLPEHLVDTVLAWLPPASLFRLRTVCK
RWNSVVSSRAFLDTCSKIKSRLPYFLMFADHFHRRVAAVYDVSVSSWHLLPFSSFMHCRFPESFLVLAAAGGLLCLEGTG
SQSGTMFVSNPITRVYKKLPRMIAMKSPYVVGMVVDDEMKSYKILVAQDGETLASQVYDSSTNRWSLTGVYHRRTAILAG
ATFYNGLLFCLTFSPNGLLAFDLERGQWLEVKLALPPSLSCPNLMTHQDRLLLIGGIEELGSLQSVHVWQLHPTKPEWMD
VERVPDELFKRLFTSSSGHFICVGQGDFICLHEYYSPEILMYDIVRSSWQWLPGCSLNDNIEARSVLGFAFQPRIEAVP 



>Smol_XP_002962493                                                              
MNSSAKRNSSEMKASAASASSSGRSSKKLNHPPQVESASCYCRAEAPNAISSHSAKKFVPATARHCVLQEEAIKPPPAVR
SRSRARSNGSNPQLIPGLPDDLAIACLIRVPRFHHRALRIVCKRWHRLLAGNFFYTQRRIAGLAEEWVFVIKRDNEKEGG
RISWHAFDPRFQQWQPLPPIPQEFCEALGFGCAVLGGCHLYLFGGKDPAKGSMRRVVFYSARTNRWHRAPEMLKRRHFFG
SGVIDNCLFVAGGECEGVHRSLRSAEVYDPARNRWSYISDMSTAMVPFIGVVYGGNWFVKGLGSHRQVMSEVYIPGQNVW
SPILDGMVTGWRNPSVALGGTLYALDCPDGCKLRVYDPGSDTWKRSVDSKFHLGNSRALEAAALLPLDGKLCIVRNNMSI
TVVDVGDGSYVGDGNDGSGGGSGNARISQVWETIAGKGHFKTFVTNLLSNIAGRSRLKSHIVHCQALSA           
>Smol_XP_002961967                                                              
MGLPLVRIASPKLVVLFPKSAKDIAELFCSEVASTKLHDAFHLPCSKRSNYRYEVPILPSIPQIVASEVRLTRKVDYFVS
FGMQRSEGVRLYVSSTSVIVSNESSGSYREDLSDELLLLIFLHLGIADLFRAQYVCKKWHTLILANLEQYLQAYGPWVLM
ANTEGSEAIVWFPLFGSQEKVSSNDLHLSKFSSIVASYKGLVCNRLYHEVETLLALVVGNPITNEWKQLPIVMARSNDPS
SDCKFSSDAFEVEIQVDSDGHYRVLAIPDTGIIAFWDDALEYDSRTDCWDRLFPKEGPQAERWQRFLSLGHTFHTTWYLL
LEVMHGCRYWRFLLPPIGGVDPDMPWATSDPLSPVEFYYWAGKVLKNCCGSSDMDYVLWVATKRKRQEPKLVMGFVIYKL
YLDKLDNAEIANAMVSYKSEEAWEFVTEVDVKHLYGEGWDSQGEMSRDCPDPGFRYYWIGDLVCIIRISKNWLPVAFNLA
TWEWIKPNVDNSENFKGISVFMPSRILQNVFQSQSLLSNFITILRASSINDHNIPLSGQEVMGMQGPKDGQLQKTTEEWE
INLGLLPDMPDRWRP                                                                 
>Smol_XP_002960940                                                              
MDRFVLMTAITIYLSTRSKAVDIFDKGIPRRIVPSFRIVVVSGLATLVNTINLGRHMPRSFSDTVIVNGQECFLRLWFFT
AGCDATAGNPDADAMQGFELVRAFHDLHDVVSDALIEWGYSYITAIDGRFGMEYALKEANEELEVAREGAPVIVHGGQAC
YPYSNMIQSGPKARSYSRLTPGSYLVSRNGLLVLGFDCKELMEGNIVVWRPLISIGANRNCYLRVRVDGRVVFENESVCL
WTIDSGVVSGELVSSVLVLQNDRNLVLYRSDEQVAVWASNKGMRGNASREAVMAPAKDYFQALPDALVCRIFGEIGPLHK
IAPCRLVCRRWRMLFRGVDYLDFSCADLVKKVKKDAKRVPLLESFIGRTIGATTCGVQDLHITGPEFGVGAVCMWLRAVN
STLECLTLEEDGEGFVQMGNKLLEIFKCQLLKEVSLSYYHIDRVPGEATPLKRLTSFTLNDVCITDEALEGIMELCPVLN
YLDICDCTGLGSPYIRHTELTTIFLSFQEALTVFTLSARGEKDPKVEVICVKWVTKLVVKASGVGKIVVRSPCVIGLPRG
SSLEKLVLESSEEGEWTLPDVAAAIGGLEKTAIKSVAIPAALNKIEKVAPLKFFGCMANWSGLEIGGDLFKCLRCCRMEE
LPELPLKRIVIHMPWVDEKSLEVLNNLVRRCALLEKLSICVKDKSKGWKFADGLLKLQRTMKQVEITLSEERDAQSEPSD
DKDEENEDERIDEDEEDEDEDDDQDDEDEDDE                                                
>Smol_XP_002960778                                                              
MGRWGAFDQDEGRCGNFERLTEPSLVLHIFSLLDLPDLFILRAVCKSWYDAVLSPRFIELYKPPLEPWAVLRVRTSLPAD
RELRYDEEHFDYGMKLENHAGLWHPHRFQRKRCSLPLGPSGSRFVGLCSSNGLVCGMLMEHTDSMILAVGNPITDAWKAL
PPAIASAHRARPAYLYIGMETDVVTSSYQIVILYQKNQITPVEAPGQDDDDDRIFSLQYDSDSCSWHEGPFFSTSNSLGS
PLRGCAFFYTGENIFTAYDPHSRAWSHVVISPPAHNEQEQEDESWQTGLLDTLESSTWVLVSRVLSKDLFGPSCCLSGGD
KDMTVRLVEDNIFISAFYRKESHGVWPPVAYDFTLSKWYTCCMYNEDIECSYVLLPSLSAKP                  
>Smol_XP_002960477                                                              
MDPNLWSHLPDDLLDRILAWLPIDAFFRLATLCRRWSRLATSKSFHDLCATVPSTAILFVKIIACDCQQLLTTFSPAASR
WYKLPLAFLPPNAGLPVATARGLLCFTNHFQGYNNDEYTALFVCNPLTKAWRELPPMLFHHRPTLVTMVADAATKSYKLV
VAGRWTTEVYSSATNSWKRSACLPRGEEISRNVALCNGVLYCLTPRWYNCSLLAFSLQHETWIKIKTGRLPGYCQFRNLV
ECSGQVAIVGKCVRHQVFTICVWFLDQRSLKWREVGRMPKVMAEHFLVMPSESFYCSGIRNLVFLTRDNSHDGVLFDIST
KSWRWVPDCPNLEGMAFEPRLDAVP                                                       
>Smol_XP_002960143                                                              
MKIPSFQRASSNNRILPLCDEDDDYEEAQRKETTPALPPPSPPSLRPGGDPSYGATGFQDPSSPMDPKLWSKLPEDCVDR
ILARLPLPSMFRLRSVCKRWNSFVHSEAFFSLQSEISASRSSFLLCTQGRVSCVYNFSLDGWHFVPVPRIILPIDIPPVT
VVSASGGLLCYANQVAECSTLFVCNPFTKVLREMPPMRRVKAEMPSGLASPSLVAYKKSRLLMIGRVKGRSSATAKPELK
PATAMTAMVEEGLKVWELSHGAGLGTWTEVNRAPVEMCREFLDALKPRTPLVCSGVGDLVCVTSHLSPKALVFDVSRGSW
RWLPRDPLFPKKRNFHLLGFCFEPRLDIQP                                                  
>Smol_XP_002960120                                                              
MEDDELWDLVLTDEKGRIHMEPLEMPAHLVAISLTPQGSTSILPEGVGSKQYICHRRIPPLRDTIQSTGFGEQKDEGIVL
HRFAVPPKMNENDTRRRSRLLPEEISELVLLRLPFSSVITSRLVCKEWKSIVDSPSFTRCYSDNVTIIEEMEKSDIPTYR
IIDSSNKIMLWTGQGFLSIGSYNQGLMVAYSPKEGQYYVGNPFFNKWKKIPMLEHSSHHRVRIFVNQESYKLVAWEDLGS
VLTFSRGQTCWSKTEGSGFTTDPVMIDDKIFVVDTVKERLIMYTEGGSFSYRALRIGCKYSAYMNLDCKTYLRAWERKLY
AVVIKENAPYSTRVRIWEIPDKVKLVSEIVFDDVAVGLALEVGSGQYLNFSTSDGFTCSYDMKVNNSWESRRFRDVSPMS
VKYYPNL                                                                         
>Smol_XP_002994132                                                              
MGKLPLPLELELRVLSWVPAEDVARLQLVCKDWGRLLHDPTFRALWERQNGTSSFLLHVKRHARDSLEVQFRYCKYDPSE
NRACLKQVPPSLRSWFAPDGSEPLLAGGGLILCWFPRVSGSSGLVDSTNRESPFLVGNPLTQEWVKIPGLEVPLYYSKRM
LTTYFDEGQMFFRIWLEPYSFDSKVGIWTVPRAVVFGMCSYNSVCVKGVHYALARLHQYAALVLLEVDFADISRSKWAYA
WDLSELEGTYEDVYMLEVGPGEIGIFTQKMEWMEYTTVMVLDRQQNDDGDLEWTWKTVSTSPEEDFETGPGIIQTSECQT
HGKDTFCVAEQGIVRFDSQNLTWEWVEKGQHLERLGLEVSLCQPVSKGLLCGSSCGARILR                   
>Smol_XP_002993845                                                              
MSIAEKEEEKIVPIAPREVEPEEPFAGEARMDLTDDLLHKVFSYLDDVSLCRAAIVCRQWRVASAHEDFWKILNFEGRRV
TPKQVRNLCQRYPNAIELNLKCKIVEDLLALDAIRSLRALQVLSLGEGLYGDPFFHALSAECASLRTLSISDAVLGSGAS
QEIQIRHDHLLKLDIVKCRVLRVHVRGSHLQGLSLRRTGTAAVILHCPRLLRLDISSCHKLSDTGVRAAATTCPLLSELD



ISHCSYVSDETLREIAIACSNLRSLDASNCPNISLEGVRMPVLVSLTLVNCEGINSSSMTAISHCYMLEELLLDFCWLLT
TVSLDLPRLKKISLTNCRKFSELALRSPALTSIDVTKCPMLNRIDISSSSLQKLVLNQQQNLATILLQCPSLYEVDLTDC
DSLSNSLCEVFSNGGGCPRLRSLILDSCEGLTAIRLSSSSLLYLSLAGCRTVSSIDLQCPELQRLLLDGCDHLSRASLKP
VGLRSLNLGICPHLKTLVIRADQMVALDLRGCGILRQAEIICPSLLSLDASYCSQLGDDCLAATSNACSLIQSLVLASCP
SVGPSGLLALKQLPGLTVLDLSYTFLTDLSPIYEACPQLEVLRLSACKYLANDALVALHGGKLLPDLQELDLSYGSLDRN
AIDGLLSECPHLKHVSLNGCSNVFDIEWPSASTEEDTHMHDADREEQPMEVSAESNCLSLMDLKLDCPKLVSLCLQASGI
EEGELEEAIRDCSLLETLDLRNCPKIQTSTLVKIRAIRPGIKRLYNSWGTPG                            
>Smol_XP_002992630                                                              
MFSRRCVKKVENVEDSRQLGFLDLPELVMEGILTRLPAVALCQMAGVCRELRKKCRSNHLWEALVYEKWGKVTGRLAFAE
WQLGLAAREECGSEPCSRSSGIWLWPLSCILPVSWMNPQAQRRSKAAVGENSLMAWYWDLETGRFRFPAQVYNRENGHVG
FMLSCYDAEVSYNSATDAFLASYPPHGPRTSVYEEDVPWERVRAPPVDTAAHELHASDCLHDLRPGDHIEVQWRRNRDFP
YGWWYGIVGHTDLCPRNHQCQCHLHEIVWLEFNQYTLGSRWRKAPINRANHCEEGNEGEGFYGGVRKLRTKEEISIWTKL
WPSEKLE                                                                         
>Smol_XP_002992616                                                              
MTCGGKPSGISASQRPRTLSKCETAIDPVLAREEGRMEAIDRGDGGGCKEEEWWGWLWIVFSKLDGRSLASCCCVSRAWQ
QAAGQEELWRGLCAAAWPGLALSDCGEKAVSVAGGYRRFYGIRMSAAAQLGGGGGRSSRSNPRLRLRELVFFLDVHYRDS
PVCSMARGGDTLKRMFQAAAAPPELHDHLDNDDEDQGTFRFVVEIPTSTGASDVDAHQRPTDGNVDCAVWVGNSGSNRWS
KKEIRDFTISWAVMVRGSPKVFQILCSRQPGQVVGNTCNYSERLPIHSCCCCLSETNHVAEVDLYFSADGGGLFLRELRC
SILNTDCWRYFTQVQALQYLQHALLHDCQFS                                                 
>Smol_XP_002991548                                                              
MGNKRYLGLELKRSLISGLPNDVARHCLAKVPRIYHRSMRSVSRTWKKTLESEDFFAVRRKSGIADAWLVVILMENGHNS
YCIYNLASKSLLLKAPLPDPPLPTGLEIGDVGGGGFATFKTAAVGALLVVLESRTSSRRSSVENHTRIFDSIKNKWRAGS
PPTVARSQFAMATVNGTVYVAGGCDHDGDFVPATESYDVATDTWTQRSTMPYNNLDRVDCKVVFQVLGDRCGWVEGKVWR
SPASRGAVIEQAGEISINTAVSRGFVSLLKCAADQDDGQWSFASWDAVIQADAGGKPSRDAREGFGLPFAHSGDPVILAE
NVRTSCHRRVFMEHPRAPWRSLLFESVLPGHKKIPLSAATGCRLEALLVASPPKSGAGHGEPRAYAALGTTILPCASPPD
RCRLLCKLLPACPGYRLPARPAALFTFFQLQQHNEPTCLITCALAEHHHLVSVPESIRPPHVNAEPLLVASHLQLDLTIR
ISQLGRVVAAVAKGENGELKSESGARVANGHPQPPSVVRPVQALGQDGISVKATHHARARGHGNEAPRQQPVCHNAYQLL
VWVPDQHRWP                                                                      
>Smol_XP_002991457                                                              
MSIAEEEEKIVPIAPREVEPEEPFAGEARMDLTDDLLHKVFSYLDDVSLCRAAIVCRQWRVASAHEDFWKILNFEGRRVT
PKQVRNLCQRYPNAIELNLKCKIVEDLLALDAIRSLRALQVLSLGEGLYGDPFFHALSAECASLRTLSISDAVLGSGASQ
EIQIRHDHLLKLDIVKCRVLRVHVRGSHLQGLSLRRTGTAAVMLHCPRLLRLDISSCHKLSDTGVRAAATTCPLLSELDI
SHCSYVSDETLREIAIACSNLRSLDASNCPNISLEGVRMPVLVSLTLVNCEGINSSSMTAISHCYMLEELLLDFCWLLTT
VSLDLPRLKKISLTNCRKFSELALRSPALTSIDVTKCPMLNRIDISSSSLQKLVLNQQQNLATILLQCPSLHEVDLTDCD
SLSNSLCEVFSNGGGCPRLRSLILDSCEGLTAIRLSSSSLLYLSLAGCRTVSSIDLQCPELQRLLLDGCDHLSRASLKPV
GLRSLNLGICPHLKTLVIRADQMVALDLRGCGILRQAEIICPSLLSLDASYCSQLGDDCLAATSNACSLIQSLVLASCPS
VGPSGLLALKQLPGLTVLDLSYTFLTDLSPIYEACPQLEVLRLSACKYLANDALVALHGGKLLPDLQELDLSYGSLDRNA
IDGLLSECPHLKHVSLNGCSNVFDIEWPSASTEEDTHMHDADREEQPMEVSAESNCLSLMDLKLDCPKLVSLCLQASGIE
EGELEEAIRDCSLLETLDLRNCPKIQTSALVKIRAIRPGIKRLYNSWGTPG                             
>Smol_XP_002991348                                                              
MATTIIPGLDSDAAYQCLLRVSLSSHGQMRKVSRAWRDLVSSAKFYDDRAAQGLDEEWLVATVILRQEDELLIMAFNPSS
SKKAWMVLPPPPRGFYAAGGFDCRALGSKLYLLGLGGKSLSVFDSHTNRWSAAAPMLCPRFSFASAAMEGQLYVVGGNRE
RQEQDAETYNPLEDRWYPLPPLPPHGTMAFRNALVVDACEPCGMWELGIV                              
>Smol_XP_002991321                                                              
MAAASGSGDGGGGAAVLLSRLSEDLLVNIFSRMEEDPRHLAVLACVCRRFGYVIRSFCWRNQCMRALPTIVPEVLEHGQA
RQDHQDQLGEPAGGWATLFRILVCCPGLDSAGVLLDSWDFGLERELAGGDDDHTRNGDEHRSKKRIKLVGAGPHVASGSP
TFSRELGNKLLASRFRTDSLYLCDWPGCVHSEERRKYKLFRGIFKDFKASQVCRNLRDLKAKKTGESCAFCLAPSMWDMV
TSFCLRRSLEYHDDGEPVVRAYVCENGHVCGAWTDQPASYVL                                      
>Smol_XP_002991273                                                              
MRDKWKKLVLKHSAVFEAHELVGDSKWQDIPMELLVRILALVDHRTVLVASGVCTGWRDALSLGILELSFSWCGKSVSML
VQSVAYKFYRLQSCNLRRCTLLNDQAVQAIARHCHDLSSLDLSNGRSSGTRLTDLSLVALANGCKLLQKLDLSGCIGITE
AGLVQLAESCRQLKHLNLCGCDNAGSDNALKALAQNCVGLQILNAGWCDRITDEGISAMAIWCPDLRGVDLCGCHLISDV
SVIALAEKCHRLRYLGLHCCRNITDLSMYSLVNSRNTTTSTKSYVQCILSDQDGYGLVSLNLSGCTALSGQAVQAVCDSF
PALHTCPERHSLNVSGCTNLTSVHCSCVVDRGNRSAIASRLQQQ                                    
>Smol_XP_002991211                                                              
MRDKWKKLVLKHSAVFEAHELVGDSKWQDIPMELLVRILALVDHRTVLVASGVCTGWRDALSLGILELSFSWCGKSVSML
VQSVAYKFYRLQSCNLRRCTLLNDQAVQAIARHCHDLSSLDLSNGRSSGTRLTDLSLVALANGCKLLQKLDLSGCIGITE
AGLVQLAESCRQLKHLNLCGCDNAGSDNALKALAQNCVGLQILNAGWCDRITDEGISAMAIWCPDLRGVDLCGCHLISDV
SVIALAEKCHRLRYLGLHCCRNITDLSMYSLVNSRNTTTSTKSYVQCILSDQDGYGLVSLNLSGCTALSGQAVQAVCDAF
PALHTCPERHSLNVSGCTNLTSVHCSCVVDRGNRSAIASRLQQQ                                    
>Smol_XP_002989936                                                              
MYSRRGKALRRSSRIGKIWGSLPLDLQMHILSLLPVEDIVWSHLVCKQWDSLLNDPHFKALWARNSCYRTPTFVLLQEGT



NTELLKQRTRYYKYPSGPYRLQDLPRGWDSWLTPEGSELFLSAGGLVVCIIEENYETRFFVGNPLTQQWVTVPALKTSAQ
CRRSFMLIPYMSEGLMFFRIAIDPYLFDSKVGIWTLPPYQTMWTSSSNTLHIQGVQYGLGICKQHSAVVLLEIDDLGALS
ESKWLWAWDVDTLRSLSYKYMLEIGGEIGILVATIDWEVVVLVLDRKSGKEWSWRKVSTLPKHFYRHLHDYVPLFDSRTC
CTHGNLTFLCVGMQVLVFDSQRMTWELVGKRLLRTMELLVWVPDFTAVPNVNTPSEKLKQSCASKYPGGSFYITPGTFSE
VEALSKRGMPWQQIGEVAVDRNKGNSFHICRNSTGNFKFFKKTYTFQSSMVNRLLSNSWR                    
>Smol_XP_002989882                                                              
MESPLPLPLPRSLLEMILAKLPLEDLLRSRTVCKFWRRISTTKSFLRRYEMIISARPWFLFIHGRTGFVIGNDAMTGKPR
RFSRQPWIPTAQDTSIVSCSLGLLLLRDSQGHFTVVNPLTKETKKLPALDMSSGKEIVYSAIQCSRSASSYKVFTMGVMD
ADEISGFLYKMSVVQPVDRPIPVPDIHDYKQPFMRVYCSETGSWTSITGFPPGFVLPFRALCKAHQCFIANSLLYCTSNN
VNNRPEKIARFDIAKMEWLPTPVDIPEDLMLMSFMIDSSSETMMVVADKDTGKLFKAVIEQEKLVMTAELQVPSEILPTN
KLMFGMMEVWGFGHALFLHVPVQKSNAWDLKKWDGRSLMYEGKNIAEEPTMQCWFVSLHNSAVYFQCLPEPHLPIGTFMS
GAADFLKLVYTPSLRFP                                                               
>Smol_XP_002989872                                                              
MGRTRRKRARDGDGDGEDDATTGGLDDDTLLHIFDRISTRELLTRAAFVCRRWNRLCQSHVREIVPRFGDFSRWLHSSVW
LKPKDVIKLARKHASTITSITFPRSQKDAEKIVSTVSALPHLRHLSAAFSDDNFPPYLAEALSPHLQSLDVFSRDHDLLG
ASVTWPNGGLAVTLKSFTLSLTTLHISSSDFGWDHLNDIFKCCSNLSDLGVVSSDLLILDHASISPMPPSLTSLRLCVSP
GISVAYDRSAPWKLIKDSGRQLQALYAESTFSGTWQAICKACTNLKVLDLSTCDEVVITQFEEKTLCKIPFALRNLEKVC
LPTASDNILLQFGRFCSHLIEFELNQISRKTGACNVQDKGIMALVEGCNKLQVMSFVNCTITNRSMRFIAFHCPCLRALN
LFGCKLIDDEAVAILVPRLSNSLYCLNLDCCPRISAATLEFFRERASKVELLVIHKTLHNKLGALIKCIKADRPLLNIKA
GAVSESDSCVPVILLSF                                                               
>Smol_XP_002989042                                                              
MSMLLGYDILVRILLSLGWESLLQARRVCKEWRAIIKSAEFKALWRPRSSDEDRVLLTAYTSHWQRHPRPLHVCAWSPKS
RVVSPLPGWMKLPLPPGSFFDIVASSAGLVLIRQPSWSDRETPGVEFTVGNPATNEWVSIPRLDPQQAGRIYGMSADPAT
GEFKLLDNHNWRVYESSSRAWGPTLRMPAISETGELNDNTDTLGCLPFVWEHKGVRYRACAIADTYGKVTYKVWVWTGQY
RDVASDVLDLYFDSMDGAGQWLGIASMDLDKTGVYTDWSMALECQAEGNLVCLAGQCRHCYDDGEKWADEGGEPLPPVVY
DLDRDEWMYVRAKSDEGVQYRRAVVYRPSLVKPSGVEGAVALDPEGGEGHKRKREQQPLDTVARIRQHRMRAFGIEAEVY
EDIFFMT                                                                         
>Smol_XP_002989023                                                              
MKGHDLLNDVLPDEALIHILSYLDVPSDRGSCSLVCKRWWQLESETRHSIRIGASGNPDACVTAVVRRFTGLRDVSFDER
FGFSLIQNGDATSRRGRKRRRGTDELSPLLTESLWSSLSDSGLMLLGQGCPRLEKLTLVWCSAISSTGFKSLAENCCGLK
NLELQGCYVGDDGLKAIGQFCKLEDLNLRFCDGVTDLGLMAIATGCAKSLKALIISVCPRVTDATLAAVGKNCSLLERLT
LDSEGFKSDGVQAVARGCPRLKYLRMLCVNVEDEALDSVGRYCRSLETLALHSFQKFDKGFLAIGHGCKQLTSLTLSDCY
FLTDTTLAAIASGCTELSSLEINGCHNISTSGVRAVGRSCRKLTEVVLKYCQKIGDDGLSEIGRGCKLLQALILVDCSAI
GDSSIRSIAGGCPGLKRLHIRRCYKIGDKAIVAVGQHCERLTDLSMRFCDRVGDDGLAAIGAGCPELKHLNVSGCHRVGD
AGISAIAKGCPELIHLDVSVCQSVGDEGLAALAGGCRSLREIILSHCRSITDAGLGFLVASCTKLEACHMVYCPYVTAAG
VATVVTGCLSIKKVLVEKWKVTPRTRRRAASILTELCMDL                                        
>Smol_XP_002988676                                                              
MGRLSPNTTSMIGMCGGQGSPMRANFFESAGVESLYVAMVLAPCSGDTIYPVPKFTDFLLHLMHKYCLRGKEKREEEHQL
CQEKLGSCIQAWEMYELQALLAFKGGLSNHTALSGWTMENSHNLCVSWEGVTSSNVTGHVIMLDFSGLNLEVWKYPVNEE
MLGTRGRASSKRQRVCCFKSMGVFDALADDLVLDILSRLDPAAIILKAGRVCKRWHRLAHSQELVARKTAKDPDPEPEPW
VVLQVGQRLLWYTSLDAILKDHGRELDHGSFSVGPAGHRFAFVACSLGLVCGRLEDLDEAGGEAMTLAVGNPLTNAWRVL
PRIDVKEEPCRYLMIVKRSGHYHVAVVFEEFVMDYHSKSKDWKARPSRTKERELFFTGWRLTPKFVSEELQHRFVLCVKR
CSMKVLSITLRSDQLIQSYWGVFAQASVLMEGVSDIAIAFVPTLAVP                                 
>Smol_XP_002988498                                                              
MEDVLPALLLQTILARTDAVDCARVACVNRRWRALAHDDTLWSQHCRDEYGVCAAADFMGNPCCSFKETYAAWHDEFNQY
GGLVYRTKKLWDDLKGVLRSNYPAVADSLARQASEADIVAAESTLGWPLPPHVRLLYRFCDGQQIVDGDEIAHQYVGLLG
GYYFYNHFVNVQLLPLQQVVSYTQRLLSRAPAGTKRIVIAASCNLNKFFLLDCDSGMVLVGTKNFLKKYEVMPCLPLASS
NPGDGMLRWLEEYRDGLLSGKYTVRNDDGIRSISLYPENGSTCTEAVTQGIQVRASAVFVPELSDPEAQEKYLFSYSVRM
RFLPVSGLAFNQCQLSRRHWVVTADDEIVDEVRAEAVVGMYPLLKLGGDAFVYESCSTQNTLSGSLEGDFTFVPGCLSRQ
EGPEFCVRVAPFPMQVPRYIF                                                           
>Smol_XP_002988342                                                              
MANQGLVKSAREEERRRLQETVKKLEHICLENKVRVKIVSIVSSEGSLGKVIVQHAVQLQARALFMIGPSQKGLKWKFSR
HFSTSGYVKKNVPRWCAVHIVSHFGDIDDSSSCSPRLSKSSSQSSLFSINHSKPVDDEPQEDDTIVGLEDWLDGKSANIL
RWRDITQIALEISSAVASSALEHDEVTASSILLRGKHLHKVLAYEGHEIVQPLEKTSRNISSFGLLLLQLLARRPSPSSL
AERFQDALRQDKLEALLDPAAGWPLKTAKEIAVLALECRRAAKGDSKIEELRALLTRSLGGDEEDDDEETVMKLDLDFFR
RTTRFSRSEDGLDTCHSCKHLDLVDHEKPLRQNRGRKGSGQCVPLVAHRKIEHYFSRNEFGAWLDRWLRRNSLDRIDLSK
GFLDSPSSRKNSSVHRGSSREGEVWVSGGLASSANGCSWLLCKCWAISEDEEEDELMAETMATDPCASPKILINGCSPPL
KSCMKQAQQNHGLQEPLLGEEHESRRDSSEGRCGLGEEDREPGSAEDNGEAKVEVRDDMDEEQEEQRENKEEHCKNKKNV
QWSEEIAVVREYEERSTGREGMASRRQEQRDRSAASPSAAASPRGSSSAIPTAPSSLRARSSTASSSRSPAFDFRGMRDS
AREIISRGQRLPARKGETGSIARLPQDLLCKCFLKLDSIFQIINCALVCKVWRDACSLDVIWRSMYLRWHGDYRLDISRQ
QSPFPPSGFGTWRESFIRDFPRGRVRLLERTIKQSLDAGFLQALDEVPHVLNFTPGKSIQTLAQELQLTFYLRINNGQRI
RLTRKQAVWFPASTVLHCPFKYLKRGMKLFSLASLEMTKKPSLWESDYSAPPLRLAMLSSKDVAGAMNLIVGTLFEQDNT



DGNEELEYIWHKSFSNSSSSGLKPSECDQIQSLQSILVITSAYNYTLSIISFGHETSTGFCGMSANRWHGKMSFYRSSHH
SR                                                                              
>Smol_XP_002987728                                                              
MGARRKTTTTLPQELVEEILLKLPYSSLIIARSVCKAWKAAADSSSVKSRYRDSGRFFADANSITDSSDKRIRWAPRGDY
PDVLCAVSSEDQRCVLARSTQQRKLFLGNPFLNVWQEIPYKVFGDWSRACILRNKIVVWCTDGMLFTWTQGDEGWSNIES
PVADDSESDSETEFVLKPVVSGNKLFCLDSLRYPNLVEFDTTSNSFSYTENVLPNGEDNYLAGAWKSKLYVGTVIASERK
VQILELERERGVVLRLTETTYFSYDMDAGTWDKQMHWAAAAPVNIVLH                                
>Smol_XP_002987535                                                              
MGARRKTTTTLPQELVEEILLKLPYSSLIIARSVCKAWKAAADSSSVKSRYRDSGHFFADANSITDSSDKRMRWAPRGDY
PDVLCAVSSEDQRCVLARSTQQRKLFLGNPFLNVWQEIPYKIFGDWSRACILRNKIVVWCADGMLFTWTQGDEGWSNIES
PVAEDSESDSETEFVLKPVVNGNKLFCLDSLRYPNLLEFDTTSNSFSYTENVLPNGGDNYLAGAWKSKLYVGTVIDSERK
ANDGVWFLGQSGKYLNFCGEDCDLTKTETTYFSYDMDAGTWDKQMHRAASTAVNIVLH                      
>Smol_XP_002987532                                                              
MGARRKTTTTLPQELVEEILLKLPYSSLIIARSVCKAWKAAADSSSVKSRYRDSGHFFADANSITDSSDKLMRWAPRGDS
PDVLCAISSADQRCLLARSTQQRKLYLGNPFLNVWQEIPYKVFGDWSRACILRNKIVVWCADGTLFTWTQGDEGWSNIES
PVAEESESDSETEVVLKPVVNGNKLFCLDSLRYPNLLEFDTTSNSFSYTENVLPNGEDNYLAGAWKSKLYVGIVIDSERK
VQILELERERSVVLRLVSEYVIDFQANDGVWFIGQSGKYLNFCGEDCHLKKTETTYFSYDMDAGTWDKQMHRAASAAVNI
VLH                                                                             
>Smol_XP_002986191                                                              
MAGHESRRGGSIGLRRSSSAHHHRAGDAAGPHKLLRTVSQRLRGLISGEIVASVNHGSGRLFFGRDFDDDRPGAARIIHQ
EQAIIDHHTGKSRPGFFLNFSLGQRFPGRTLQEQEEEEAELPEEPTPRCFSRMRSSRREKLLASSLDPSGSARNLCRGCF
GSTIPPEELPDSSMFGQDDGQQQQHSIVLPDDVLEMCLARLPFDSLVRARAVCKKWSSLTRSSHFLQLRDRMGSPRPWLF
VLGLSRDGVSLGQIQALDPTLDRWRSIRADALAGRLLYSVASSGSKVFMVGGCSARASSDREKGGFLKTHRSVLVLDAFT
GQWSKAGIGMKSARTTPVVGVFEMTQAIKLNLFAAPEKKTTSTTTATTTNHRRIAKKRSAEIGVFRGSSSTGPGGGSSFM
DQISARRWQRSYSFRELTTSLGSSSSASKPSGSSGSGSGSGSNSAFGLIVIGGQDERNQTLSSGEVLDFVTVCQFAGSRR
KRASWDRASKQRMGQDVDSSSCLTKAAVIVQL                                                
>Smol_XP_002986189                                                              
LLILAVHAVMLETGFVILGRPTIAGASSIKYTLPELGQLKNDEARVLLRCQSVGEFMVVYGSVQGSSQIFRLSLSISKFL
GEQYQASFSLYKDAFALWKEIKDNLTLRLLMLLCEIAGLPLPACFQILPTELKMKILEFLPALDVARISMVSSELRFLAA
>Smol_XP_002986021                                                              
MVRLSEQYLRSQRKREEVSAEASDCQVAEWTGDDAYFLRDRESGSHWKRTKSNHSCKRPRIDEEVGSSCSSMDGIPDEIL
VVIFGSILSARDRSSCASVCRRWLMLLTHMPRQELPREVCSEDSDDAKQPHWALGDLSRCLEGKKATDVRLAAIAVGTGA
HGGLGKLVIRGGPGERSAKGVTDIGLTTIGICCNALRGLTLWDCPNVGDSSLESIARGCRLLQSLDLLKCPNVSDAGLEA
VSRGCLRLSNLSIESCDGIGNAGIKAIAKSCCYLQTLSLSRCSNINSHAITSVSKHCVALKKLKLEKIGINDRGLAFLTH
HCKSLTKLVFSGLDVTQEGFISLALPDGLKYLKVIVLNACHGVTDQFLSSLGKSCSYLNRLLLIDCDNITDQGLCAFVDG
CQRLRGLHIEKCRSITYAGLASVLTTTAETLKSLQVCKCSGIQDSSLTASASFKCSGLKSLVVNHSEGIGNRCLEMAGFV
FPAVQHLDLCGISKLSDTGLLAFLETSGSSLVFLNLSDCVELTDKAIVGVSRKCFELQTVILDGCVKVSDKSVGVLASQC
RSLQELDVSNCSITDDGIVAVVISVGPTLKTLSLSGCSRVTDESLPTIQKMCDSLTALNLKNCSGFTAAALEKFESDLGT
RCDILMP                                                                         
>Smol_XP_002985973                                                              
MVRSRGRIVNGASGSSASSLWLEFSTLGIRNLIPGLPNDLACVCLACVPLWQHGRLRSVCRSWNAALSGDFIIQLRRKLG
KGEEFLYLFRDDPSLCRGEVFDPRAQLWSTFSPMPCNPSRYSMSNFECVAAGQQLYVLGGSLFDARNFPMDRPVASSSVF
KYDPVRSQWEQCQDMKTPRGSFACGIFQGCLIVAGGGSRHAQFRAGGDRICEAEKYDLARDSWESLPGLHSIRAGCSGFF
VGDEFWVLGGYGEARTISGVLPVDEHYNDGEVFSFGSGSWRKLEAMWEDGERLRLGRIAVLYGDVDGLPSVFMLENSKLL
RYDFGSNGWYPESELPSPLAAESSCRLVGLDGEVYVIPGGVNEQRYERSPRSWSRSTTRRCNILFQIYHPVKRTWRAVVT
KPPLDHQHNPPWGAMCVMKL                                                            
>Smol_XP_002982271                                                              
MSGKKSSTLTPLWSVIQDIKGIGSISRRSFEVKLPTYSRSRSHSAAQDAAGRHQFGESGQQSRWANMPPELLRDVIQRVE
ASDKMWPSRKSVVACAAVCRNWRKTTKEIVQTLEQCGRLTFPVSLKQPGPRDATVQCYLKRDRTTSTYYLYLGITPSKPS
KKNGKFLLAARKFRRASGTDYIISTDTDDFSRGSNTYVGKLRSNFMGTKFTLYDSNPPHDGAVASTNRAGRRILSKQVSP
RVPAGSYNIAHIAYELNVLGTRGPRRMECTIHSIPASAMEPGGCAPTPLESATSMDEASMLPPLLLPVGAKSSKVAALDG
LEGLEVASKGKPLVLKNKPPRWHDQLQCWCLNFRGRVTVASVKNFQLVAATEIGQPPQPSDPDNVILQFGKIGKDTFTMD
YRYPLSAFQAFAISLSSFDTKDSLHCTYALMF                                                
>Smol_XP_002982085                                                              
MEEGEGLPLPMELVRRILAGIPFPYIPPLRRVCKQWRVAVDGLGRMEDDSPEQVCIFSTINVCDDVMNPMTGALKRLPKT
VSQEKFLLSYDFSHSFVLGSLSVSLWVSDEDGSNYRGLQPGKGRMGVLAFQVVAEGGSDDAGSVYGRLDPFMYRSKLMAA
GIVIVGKHVGGVAFARPCFAPKWMVIVEAADEEADEQQLEWTIDVEPHHLLPCKRANNMLFLHLLDRPVAFNLDTRAWHL
HVPRWNVNRKESVWNVAYVPSLTATPNNDG                                                  
>Smol_XP_002982055                                                              
MADEEGNGLEDEQSFSCWEQLLPDLLAQILARLPFEERFLSAPLVCKRWNRACKEEPHCWTSVDIEPWFLARVQQDFWWE
FECDDQIKWIIHEVVDRSRGMLQDLRTMHCCDSSLEYIAHRCPKLVSLGIRNSLRVTDSSAMTLAYKCPLLASIDISDCY
NISSAGLEALGRHCPRLIRLKRNMLRNSDRIERNKLLARGDDDEALVLSRSLRGIKHLEMKRGELSDEGLLHIARGCSRL



EYLDVSLCAKLSAKGLDAAAGMLEKSLKIFIRPVLPPKQTLPDLLWVFFQ                              
>Smol_XP_002981998                                                              
MEKRKRVSCESFPRAQNADWSALPLDVLLKVYQIVVSSYENLDEFRFVLALSGVCRSWRDHTKWFEGVSISCPEMGRCCK
HKAELDECDCVQTSVSMVTSRLQKITSFCFCSTSVKVDSLNWTKLLGSSLLELEIGWNVTFKTLQRISIECINLQELRID
GLEVAGEDFGQITTGLCVLPELHTLHLDLTVPVPQQDQALNRFLRQCPNLKHIYLKLHDDYGNPDINDDAMGSTLKRLQT
PESMLSSSRSRPEFLASFNMVDEYQELELGLGFLAKLEFDYVEDEILGQCLLRIHRLFVSESPEEEEELDLRPDLGRAAH
AVEKVINLCRVQRVTLVTSDRAVERSFDPASSFDMESLVEFYKQH                                   
>Smol_XP_002981948                                                              
LIPGLPHDVALQCLARVPRVEHCLLRAVCRSWRWIVETPDFVEQRRLLGCAEDWLYLHVGTSSGGKWQLVGGFSLWHALD
PYRYKWHALPPIPYDESVTGGQVVLGATSVVMNGNLFVIGGAPFGKAAIRDVWVYNPLRNRWKRAAQMITPRFACLAATI
KGKLYVIGGSGICHLTGYSLPCLEVYNPKTDSWSYKASARGIVTAHPCSPLKYIAVVDDKLCVIGPQSVTGRINAGMYDP
ESDSWLEIKPGLRSGWGKASTVMDGLLYTLDFGCYQQYVAEKDSWLPVKGKNADSLLEWDPRLVSAMAGSNGKLYMVGTM
GPALIVVIAPVRGGKVNQNVCWHTMKLPNGVDFLGDLGHCSCQVITF                                 
>Smol_XP_002981899                                                              
MDGIPDEILVVIFGSILSARDRSSCASVCRRWLMLLTHMPRQELPREVCSEDSDDAVNQPCRAGSAPQEEVWTLEKQPHW
ALGDLSRCLEGKKATDVRLAAIAVGTGAHGGLGKLVIRGGPGERSAKGVTDIGLTTIGICCNALRGLTLWDCPNVGDSSL
ESIARGCRLLQSLDLLKCPNVSDAGLEAVSRGCLRLSNLSIESCDGIGNAGIKAIAKSCCYLQTLSLSRCSNINSHAITS
VSKHCVALKKLKLEKIGINDRGLAFLTHHCKSLTKLVFSGLDVTQEGFISLALPDGLKYLKVIVLNACHGVTDQFLSSLG
KSCSYLNRLLLIDCDNITDQGLCAFVDGCQRLRGLHIEKCRSITYAGLASVLTTTAETLKSLQVCKCSGIQDSSLTASAS
FKCSGLKSLVVNHSEGIGNRCLEMAGFVFPAVQHLDLCGISKLSDTGLLAFLETSGSSLVFLNLSDCVELTDKAIVGVSR
KCFELQTVILDGCVKVSDKSVGVLASQCRSLQELDVSNCSITDDGIVAVVISVGPTLKTLSLSGCSRVTDESLPTIQKMC
DSLTALNLKNCSGFTAAALEKFVSDLGTRCDILMP                                             
>Smol_XP_002981824                                                              
MVSEAIPSDGEERSQQEAAAVEGEASCSYNLVKKMKKLDRESLKTPIPGGEEEEDDDDQFMDPALWGCLPEDLHDRILAR
LPIPSFFRLRIVCSRWQSLLSSPTFLGHCAAKNHQSWLLMFADVHYKLVFVYIPDEDRWLHFPLSFLPSNIYYITGAGGL
LCFRLVEANGASSMCVCNPITRSWRRLPPLLGDFYAGLVGMVAESEDPRTLKSGRYRIVVRTKPPGSDDFDFTNLRTEVY
DSASGHWSISGVPEDDLTMGKAVCNGVLYFMTWEARNGVYAFLVDQGIWININAPWPYFFTCPHLVECAGALFMVGGFGK
QHVSTVGIRVWQLRAEAMEWELIDSMPSRLFDEFLTKPGGMYFDCAGNGGCVYFINYEKPPMLIVFDVACVSYQEFKKAG
AGVIG                                                                           
>Smol_XP_002981821                                                              
MLGRSASAIEVCSTSSASPSNPGITFSFPGWGIDMHTDSKRQTAVVRHFGGDSKKSSSARQRSKSSGALLVAGSPASEIP
DEVLLKIFTFLEVTDLSASRQVCKRWYLLCSSDCLWERFLTLKASSTSELPRWLELKHSISSFRISARYTYSRRGYEIFI
EAIEAWWRDGQPHGKFSSSVLCPLIRKVTLSDWCVFYEVLSAAFAKRADTLAVELQKHSQSGGRSHFDPSPSSTESFHGD
GVAGVEIWSRLCGFWDRYISWIKLVSLHCADLNYAVRLERVRTVETPTLYSKGVLCFRSQVILSYGLRKLLQAGLLWLSA
RETEGSATEEDIEVLCSLHHLLQVLDVSDDFTLPADSFTQAKFRRCFLDGESSRDFSRSQIIAARMEHF           
>Smol_XP_002981818                                                              
MERLTEDLLLQIFAGLELDDLGRLRCVCRSWHSAIASQGFAKQWKNRDQVCCVLRTKDSIHREVWFPGSGARRSTGLNPG
PRGCFSIGVSSSHGLVCGLLPEEGRYWNTPDTAWKFVVGNPLTNKWRRLPPIDIPSRPLSTMERIHLQADPSKGSYKLAI
TYSEVGSDYEVIYQARQYDSESRVWTSAVPFIGEHDGANTKIDGSVLGSAGLHYPPYFLMAYNPDSMAWSCHKHFAGDRD
PTPLNESVYKEYKLLDSTALSGVLRWRGRNFMVTHSFSCVVLWELDTVAGEWKVLSSRRYKELYGTRPSRRNSDIQALLV
GSTIVFSDRYGTLYVYAPYAYNLEDSTWHSSASSADTGTALSCAFIPSFNVNLTGGYYRGWRSRSYCSSGWQSWITLAQP
FAEGPTTSAPPLSRQPPSGHGCPLAATSIHPSPAAVAWRIWKNREEEDGHPLWLNGLVKLGMYGQLASTVVKVHELWHKS
LSVTGLEIWWS                                                                     
>Smol_XP_002979779                                                              
MKRILCLPEEVLEAIFLRLPISGVIKVRSVCKHWRKLVNLPSFTELFSDSGVISWDAIIMDSSTTVMHWGGHEMYSATFR
DNLVIAAHNKRYYIGNPFLGSWEAIPEVQDEMVQFDSVCIKGHEGYYKLVAWGFHNRVWTFSRGQSCWVEEKGLPRSLAS
TPVVFDDKVVSINIDKESLTIYDTKTWQAHLLVWEKKLFVVATEDEDLEGKIKIWDITRDEIRLEAEKVIADEVCVSYIR
QHFDFRSKKSYLCFRAFTPAECEEDGDTSSQEFCYNLDEKVWEDCKTPKALYDPINVKLCDPINVKHRRSNMKGEYIL  
>Smol_XP_002979477                                                              
MDVLPDAIVQHLLCLLSNAEDVAACSCVCKRWRELMGSVRRLVFPRSLSDKGLHSSTLVSRMVRSTAELEELVVYCTLTS
AGLMECVAHAAKSLKLLEFRVEEGSDKACVGKLEVLSCSSCDLETLRLWGGILLHSPVGLRSFTGLRTLEVVGARIRDGA
LRGILAACPALRELALLGCDGIRSVCVELKELERCRLDFCGSGDNCFVSVAAPKLRVLEVQGASYIRIAEDSSLQHLSIA
KQTGMLANVEVGKLPALASLSIRGLQWDWGAIQKMLQSATQVETLYMKIEFCGDDEAFEPFRDIDFGDFLTSHPKLKKLD
AHGALFASLVLKEEIATPPLALRLEEANITIRSPLNAERKLQVLKSMISWSPLLRKVRLRITQMKCTDIEADEFFLNLIR
LKCVYDFITID                                                                     
>Smol_XP_002977566                                                              
MTSLSPDLELEILSWLSARDAVRAQLVCKAWAALLRGDSRFKALWRKHGRNTAKTLLLLHHGVNRKTSRLQTRYHYRGPF
VSIFKHKGKVTRLKHVPPGWKQWLAPQNSQPLVSHGGLVLCRFMERKTFMNKQGFLVGNPLTQQWVSVPGVQANICSCML
TTYASDEGVVFFRIWLNSYVFDSRLGVWTVPQYQTVSMLSSNTVCVGGVCYRLGECWQHGALVLLEIDDMAAINSAKWVH
AWCMKEVGIYKSYMLEVGGEIGVLVEVASGGLRVLVLDRGNWTWNEVSSFLIRKQAYLLGECCTVGSLTFAVWGRGILMF
DSQSLKWDWLEKRSKAEIIMQKLLSVELDFTAVANINTPSEKMKQVCASRYRNAFFARGMTRCFSGLKALSGSGLSWPEI
GKVAAEQSKGVRLSEKNETVDWSRSLQF                                                    



>Smol_XP_002977251                                                              
MFFFFAQEEESIQPLAKKRRIEDLDCIESGEFRKIPPDLFRNILKFLSPEDLSSCAKVCHYLRRVASDETLWKKLYFLRW
GPPPFCKLSSIEWKQLYFEACDQIKDKADVIASLRNTEFREYYLQMEIAKRSQAPVPSQIKDELGVFDPSIADQVTQWRR
SHKLSEVYSGSHTCSGRTCSYHQIGDVYICEKTGCAHFCGDACREIVMSPNYNVCKISGRCFDPCVFPVEEEDGEEDEAN
VSSKPAEEPEPFLGTGRLARAYSLGYNCRDDREFERALRCC                                       
>Smol_XP_002977189                                                              
MTLLPVRILREILSRLDNRSAVRASSVCKAWREIVQSPDFKSRATMDSGVWILTYVNDALKAWCPLSGSFLDDPFPDFKD
HYQVLGTNQGMVFLRSRTKLYVGNPVLMQWEELPAIDKMLFNTDSQMNDGILSSRIELCSERERYVIIVINKCFRDNAVM
YTPDLRRWRTCPFYCFQTVGDEWRISEQQEIRSYPRDFYYEGRRMLEVIAKKEFSIWEERDASTPKASDLSFKRIFYPDP
NEWKLLTKVAVAKREEYEKHTIGSLRCFWSKKACPKLRPFVVDLETMISYVFPRKHTGRDKFSSIVFVLIGNTIPIPKHF
ACHCHSSALALFVAMPISTQNCPLNYGCIVNLLACSSYLSYIERMSLVGVHQVMERNQDMGNLYAQKKWHSLVTLCLQSE
KHHKTNLARLLINHKFVV                                                              
>Smol_XP_002977107                                                              
MATIYVPQKRQKRHWDGMITNGKVRGRITGTLDHRIWSQLPLEIQLHILNFLPVPALCRGKSVCKAWKSAIQGTRAQGQW
YIMDGYCSVGLCDGNSRSLSWKMIKIFKPLEERTEHICVSSAGFVLAYFILDRLQTIVVFNPLNLRSLVKLPRPPGSNFI
LFVAIQSSVGSDHRPWFSVVCLRGIKPTMTGARHLVLQVYDSRVHKWVSSCRVFTSRDEIAQVSFHDATNCMLLREDKLY
FITITKNNTRSLKCVNVWDSHGKVATLATWTSLPMGLHQETYDAPCRYNNTSLVYCAGKLVLANLIPDSVDAQTQVGFVY
LDEASRQWQPLATMPRENMPAELRKVGLQAGNMREWSLIVAGGETEITLFITHLTFGWGCIYNKETGIWRPACGLRFQFY
CEDIQHNSSPNSQRNIIYQTTPDYQPAGVVAIERIALREICRMPMKLYSICHGQGDH                       
>Smol_XP_002977090                                                              
MDDFINLSEKKQRRHWDGMITNGKVNGRITGALDHPIWSQLPLELQLHILNFLPLPALCRGKSVCKAWKSAIQGLGYSKA
HRFSNGQWYIMKGDNSVGLCDGNSSPLSWKMIRLPFEIHTDSICMSSAGLVLAYFPFYRPQNIMVCNPLDLSSLVKLPPP
PGSEPTIVFVAIQSSVGSDNRPWFCVVCVGGIKTTHVGARHLVLQVYDSRVHKWVSSCRVFTNGNEIAQTSFRDANDCML
LREGKLYFITIAKNNTRSLKCVNVWDSDGKVATLATWTSLPMGLHQETYDPPCLYNNTSLVYCAGKLVLANFILDAKTLG
FVYLDEASREWRPLATMPREIMPAELRYLRLQARNMHQWSLVVAGGGAEITLFLSHFKGLCWGCIYNDETGIWQSVFGQK
VEMLYPFKPSLVSI                                                                  
>Smol_XP_002975702                                                              
MEEASFESLPAEAVLSIFADLKDARSIATLAPVCRRWQSLSRYVDSLHFMLAQQSDANAVAPMLRRAHSIKNLAIEIHQG
CDIPEELLSSWIEIVKDSIQDLELWYVSTKELNLWNLVKNCSKLSALRVHGSIAFLLPMLNFDLTTLRECVLDDSSFKHP
AVVSVLNHCPALDKLVVKNFQTAKVRLTNSNVNSVHLAVDRREGPETGPPFIMLETMNLKCLTLDGISCVLVAPELRELH
LPSRCKDLIVVSLDNVEILTMGGSEWEFKEIHSIVELVPNISEVKIDVSVSDPEPVAWKTFFNGLSRLDTITFGGNMLEC
FCKEIDGDVLAKLKLVKATVFLEENGCFELLEALLVHCPGLKVLTVNCSRLLQDSEEWNLMELFEARHPQMYNDLKRLQA
SSSRLVITLQ                                                                      
>Smol_XP_002975536                                                              
MGRGRSQCDIPDELLDEVFIRLPLQWIVTARSVCRRWRRKLCCKSFLAKHDLHGPQQRWIIVDYFLNSKGFLGAFNTVDR
KWLAIPVLLPPRTRNLSLLCGSQGFLCFLDRQKLHARHVHLCNPVTKQWLKVPLPRSISPLHLHLRIYGTRGSNHFKLLM
LDQTCDLVPVASLYDSRTRKWRPLNQALAASFFSLWDNLVLSSNGIYDLEKEEWRLSVQIPRFRASSLLLRRDGGIFKAR
VLVAKIKLFQLSMESMRDELVAESPGGMLPQGSTPKPWCFFDELDNVWIVSRWMPAIFMYEASSEQWRKFDYKWSGFEDR
GIAECCNLSFHQFPHA                                                                
>Smol_XP_002975470                                                              
MESSPTELLDLPSDPLLLCAGSLDLRDLSHLAMSCKRLRQIAYADPLWERQCRIRWPAKQTTSGLFEFLGGRDDYLGRLI
ACQQFRFRDPFEWKLSLPTMVKQILIHEDAIVAARGSEVLVVMLSSSGLKVLNDHSARINCMRLFPVGGLRNYFIGDNIL
ATCSADHTIRIWGKGRSLRTLRGHSDGVSVIADRLLGQATVIASGGMDSTVKLWNFNGGRTPLLTTLYGHESYIKDLAVA
GHNPCIMVSGAKDSKLRVWDTNTATCVGAAKGPASLTSLKSFQSICYASGGSTVAALDLRTMKTVATIDHPGGICATALS
SSGKLLCTGGNDRTCKLWDTRSNHQALAELCGHDSPVHFLHLDDVKVVTAGPDDTVVNVWDSNHGTLRFFELHGIHGPSC
RIRELKVLGYVKLPWAGSTQLCSFIGTEEAVQKCYQGLRQFTTSPNLGLVAARRSACKARTTQLVAAVYFPDTGLGSGTT
HPRICCGQELDTNRTWLCHRVATRSYFDPL                                                  
>Smol_XP_002975438                                                              
MEGAALVASSIPSNSMRKRRKKKQREGIEQKEEDRGDPKVDDDPEEEEEEEEEQEELVSSDLLQWSIMSRLDAQSLARCR
LVCRSWRGLASSDVLWRPLLAQLLGLRAQIPLQMLALHRPIAARAAYRLLMDDSRKYRLVSSDMCSRTWELRVKPACGQY
WYSLDPSTHGKPALARFFHCDGSITAADNDPIWGGQESAWRFVCVDAKQYIKINYWPEFTIFRLQDGRWRLENKWATYTT
EPDLYLGTGMAICKEKAPPCTGCAYPRLMNAVTALVSTSFKLVY                                    
>Smol_XP_002975161                                                              
MTSLSPDLELEILSWLSARDAVRAQLVCKAWAALLRDDSGFKALWRKHGRNTAKTLLLLHHGVNRKTRRLQTRYHYRGPF
VSIFKHKGKVTRLRHVPPGLEAVASTTKLAAFGLSRWPRLVPVHGAEDLHEQARLPGGKSADAVMEVGIYKSYMLEVGGE
IGVLVEVASGGLRVLVLDRGNWTWNESLKWDWLEKRSKAEIMMQKLLSVELDFTAVANINTPRLKALSESGLSWPEIGKV
AAEQSKGVRLSETNQTLDWSRSLQF                                                       
>Smol_XP_002974887                                                              
MESVESKDDGGYASPTSVLYHPRIGRQTICKLHSRDFSDCLRYHTAQHPFWDDIKSVYRRSSAHSMAIAGPSSSSKFQLP
EALPPRIIFQAGSTRRATVEDPFKLLGPDILQLVMVRLDALSLARCGVTSKDWKTLAHSDALWVSKIASSYSARDRREIC
ASLWQGKRHIPAAALLPGLSKVAAYGISMKDSKRCSITLEDLCQHGWEYRFKDTVPQYWLELDPSRRGEAPMQRFFHSDG
SQTAGPGDAVWGGHESTFSIIQDEGDHDQDHDSIARSNFVRINHWPRMGVSRTADWGWELNNEICVYTSLPDSSQGGTGP



EYIRL                                                                           
>Smol_XP_002974821                                                              
MEPLDHHLMLDVLSRLDIQSLFRARLVCKEWLELVQSPWFTARNLVVLLHLGNSLHLWDPLATTVAWPVEGLSRISASLW
ASSAGLVCGMKWPYIFVGNPITRKWKRLSLGQFNLHVSNMEFRHDPFTGVYKIGLTLKGGGNTYTYTYDSSKESKGWSGP
FAKPNASKTCIDLRRENHRSDSWVLTGELFVGKCVCGDKFIVATEWRDIDSLKFCGLRIWELDDCMRPVQVSNLGFGSDL
QDSKLSVYPLRMELVDDVIVFYVTAPHRQAAGGVIVTYYPVRRQWEWLKGAWCPDSYRDSFVFKPSFSSKP         
>Smol_XP_002974778                                                              
MSMELEDVRFNHLFQKSFLHENSYAFLSKEELCSQLIRGLQSLQTGRRRKLSEIGNTEIYNAPKRFLPTPPPTAVPAAKK
YQPKDLINALPDELLVEVFRYVAAPADRYACASVCTRWLMLQSHLHSSEIKDDEQELSLGSGDELKRSLEGKRATDVRLA
VVALGTQSRGGLGKLIIKGGPRQKLSKAVSNVGMSSVGICCGNLKVLSVWDCPNIDDVGFSWIGKGCPQLKVLNIMNCPG
FGDAALRAIAAGCPLLSSLTLDGCDKVGDEGLQAVGKRCSQLSCLSVSRCNKVGDVGVTAVVSSCKVLKAMKLEKLSIND
EGLVAVGEHGGSLQKLKLLQLEKISSEGFFLFGKSSGMGQLKHLQISACPGLTDSLLDSVGKTSKEIKFLSLANCTSLDE
SKLLTFVKDCTFLEGLHLEKCAFTASAATMTTTLLSSGSRSLKVLGIVNCTGVGAGLLASLSGSGSSCLLELNVSGLSAL
SDESLVPFLSASGSGLTSLNLSGCTRLTNRALAAVASFCPSLGLLTLDGCASVTDQGIRYVAQGPQAVQELSLAGCDVTD
DGMVALVLAKGSSLKTLSLAGCGRVTDRSLLAMKTACNTLEALNVKDCKGLSRAKLEWFEAGLWRCHLCY          
>Smol_XP_002974774                                                              
MIFLVDPFDSLPDSLLLLIFNKVSDVKSLGRCCAVSKRFYSLARTVDNVVVKVDCVISGDEAGHLSARGKGFFGHLLKFF
GSMVRPLQALQHLLVPKRALVASTSAATTAAADVSHHSPGEVLKNFRDLEHLRIELPGGELEIEDGFLLKWKARYGSTLE
SCVILGASALINSGDQSTAEDDGNLPDADGGFKLRVVWTISSLIAASGRHYLLQNIIAEHPSLQSLVLTDADGQGMLCMD
KEQLQQSRDKPLPPSSASSNRTQVPSLNVKLWYAPHIELPGGVALKGATLVSIRPSGDGSGGGGGGDGDGNHRVEVEAFE
QPFQTAAEELVKRRTYLLEMKSF                                                         
>Smol_XP_002974759                                                              
MKRVHGSNIIDNVESSPPIDASIWANLPLDFQLKLLDHFPLQALFRAKLVSKSWRQGVLSLCDTRWFYICRNKMASPGEK
HWRPLPLDYLPNFPEQLLRVRAATSTGWLLVETMDAQLIVTNFLTRSWTGLPPLDSHTGTIISFQAFPDSSFWVVYGLNK
RNITMPALEFPIHDTLELHIYYHCCGAAEVAAWESWVVDIGAGQILASLPMLGFCSDESHFFFITRTSLGEKEYSLKSVS
FLDRDSGTRTLARWKSLPPGFMVSDKRTSPVFDVYPLPVVCGGRILFPCMQTSSGGDRGVPALLLLDERLGQWQPFVAMP
LDDPGLVPREILNWELLVSAGACEDEVVFGLLAIGFLGVYKISSRTWSPLPLPDCKRRSLCSIIPFKYQRIVPPSLLARN
DKE                                                                             
>Smol_XP_002974671                                                              
MEERHGARPQHQVSSSSGGSYAHPPECRIIDLPPVVILEIFRHLDPRELSVVACVCPLFRILASDSHGWKEYYCERWGLP
GAVAPAHEWKQLYVARETRCKALLGRFKLDLLCGHTETVRAVRLVPARNLVVSAGYDSSVRIWDVGDGLPAAWSQPLGET
IRAVAVDGELLAVGGSSVVRVWHASPGCSHLFDLARNSSGRFLRGHSGPVTCLGLDARALYSGSWDMTVKIWKRHRLEKF
SQSLHHSDWVWGLVARGECVLSTSGSDAYSWDVETGALLRFRPCVHRGNALAVEGSRTGSFLITGGEDGAVRVFDNRIPP
SVTLAGECSENDAVAAWLPHSAAVNSLAFDDPSLVSASADGSIALMDLRHVMRKGSIKSRAAATVKRPYTCVVKGDTVQR
MLSSGGSCAYSVDIGSDRIVSAGEGTAIKVWDFSQALEFEKKTQALRSVRREQRAQRKLAIKNRRKE             
>Smol_XP_002974626                                                              
MAAPVPGLEQILEEPQTYDHVRHKIHGLRLSNARALASSSRSSATEDVGTLIPKLPDSVALHCLARVPRSALPLLRCVCR
SWNRALSTNTRDIASVRREIGTAEPWIYLSFSPRGDCIQSQRSSNYFTAFDPGSNQWHSVGWLPGLERLEVLKGYGCVGL
GGKLYVLGGTLCIKERDFGGGCHRDLRVRSEVLAYDCIGGRWKQCASMRKARVDFACSVSGGRVFVAGGRGRLDHENAAA
MASAEVYIPELDRWEELPDMSITRYKCVGVTLKGKFFVIGGYTIETLHRSSVEIYDPSERRWERRPGMWALDIPPYEVVE
LQGKLYRSGDQLNHWRGSIDVYDERLKMWKTIRGSNRRLGEDLQCTVRRYVTMAGIDSYLLFFGGHCRVGDRSGDHRPFC
LETVDAFQAPVGRWCGLDPFRSSCRELCSSCCVVTA                                            
>Smol_XP_002972927                                                              
MLEEDADKAGFFDKKIGEAEATGPSYFTQGTSSLWSTDGFGKEGPFEGSVPTSPHEGLFYVLPYLLLKDLLSVEQVCRSL
KDAVSCDVLLWQHLKIDHSLNTKLTDEALLKLAARSQGRLQSLMLVECLRISDEAIEQVVASNPMLSRILLPGCIRISVD
AVVRMVEFLERGRSQGLGVKQIKIRGLSGVTKDNLERLQMLLDERAIDVEACPRCKQPRAVFDCTRDKCRDWKALKIPQC
RGCIFCISRCEDCGMCIDDTDYEETFCLRLLCSDCWLRLPKCLECNRPGCESSSDYFIRRPDAIFVCPDCQGAYKNGAGL
EFYVI                                                                           
>Smol_XP_002972779                                                              
MDILVHIIEQEVLKRLPAVALHCRIRAVCRQWRDLVDSPGFAKFYSTYHSKSKHLPPPRVLGITRNGEDIYNCNPFVVGS
EAPKDWVHQDVYSHIRVFSTCGGLLLGMMGDDYVVLNPLTRALKVLPPPPLKAVSRAVVYILLRLHSALVLEPSMQRYWI
CIAEERLHVYDSRSGVWDQVDYLPGWSHLIYGVGMANSKAYFNSNQGILSFNMEEMRWSIEWSSSNRPMGAGWANWVVTT
APQFFIVAIGADRGVVKMMLIRLDCASKRFVKEASFPYNEDYHLIPPACFYEGTFMIPDKSKVFFLDYECIQMFISSLAH
PFMINKFSIKQYKTLFKLTALKECGRNGRVDHDILSL                                           
>Smol_XP_002971849                                                              
MKLQHPENRSRFFMNGSIDEEDGSDDPVLLDPAVWGALSSDILAMILGWLPLPALCRFRSVSKAWHAAIGRIRKVRHGPW
YVSCAEGAVKIANPRDWELFGRHWRSLPQMPGLGICRLCAAAGGLFYFVVAGGDFPYKDDAVVLNPLTGYWKELPRVPRI
VELRMERMSVWRGMEALGQDGDFLVVNLVECVPRYVRRRDIVQVYDSRQRRWSTNAELVLEPGEFCAPGSAALHGSILYF
LTFPGNPDATARLRPFRLDRSAKEELLKSGSS                                                
>Smol_XP_002971772                                                              
MDQSCCCGAFERLQEEDLVLYILSFLHNLRDLFRLRAVCKSWYRAVLSRRFITVYASSPSLRQLWCALRVRTEVPDDIGD
FDNYYDYRMTLQNHVELWRPKDGGPESCCLTLGPQGSHFVGLCSSNGLVCGRLMEHESSLALAVGNPITNSWRTLPPPPI



EECDVLPPPSLTISMLHDQDQGSYQIVVLYTKDSDAGPADEIGMKFFSDEKMYLVYPVQYDSKAGIWESGLPFSFDTSQG
SPLRGNAIYTYHVAHLILAYDPSSRLWSHYDRAAIANVNPEIDRGGDWEGWTPLSRLVFTYKGKYYLASQLVFWQDVTTY
RSLGFSIWELNYELAGWVLVSRVLWRDLACSPMHEEEDHDWKLEVVGDMVVFSCFYKKATFGTLYPFAYDMIDSSWIAPC
HEQNQGSFDDLECSYSFFPSLSARP                                                       
>Smol_XP_002971400                                                              
MEELPRDILRKIFSSASFGTQAKLSGVSRRIRSLLRSSSFKPKNRCETWMQVHGPSFQCVFAFDPVLRSWYKLEMVAGDE
EKEGPEASEAATVSIALPGCCLKDQDNFLWLRPNRFAVLYSPTSGCLAGLFPAIPNSISYRGKDPGPGVFVAVATSQESE
ECMGTSDDKAGRRLSGILEIRNGCDRPSWTAIGDGNTPGGGPVLDDPEVFTSAIGPSAFYFSCFEDAGDTIYALDANTLE
WSTTPMPSPSMSSSRMDEFVLEKGKPGPETHVVIYTLDLEKSKWIRLCQMPPDMEKYLSSSHIGIRAGIGVLFLYSLTAD
SFRSVTYDQESENFEIVPENQELNACIKESSRLSKQRSCLGDKRTREDLAALEAASPKTLKTLGGNSFF           
>Smol_XP_002970893                                                              
MEAQELVLVKYKGLWMGLQMNQELEEEVLQQLPLRDVWQMRAVCKRWRELIDSPGFGVRHAQANIPAAIPYVLAGTLCMF
RGNPFNNSNAFNWIEMEVLVGNPVTGCFRAFPDLRAKGLISSSYMGISQDFKEYTVCFVKSRSCEEKKVEIREYVGLFTL
DLEGLRFELKQTWPWDERLHRNNGLFVSCHGRTACIYGICKEKQVVMLEVKIWLKVLVKYPMLYV               
>Smol_XP_002970523                                                              
MVGKEIKKEESAAQCSHGIASDVTVLILSRLPLRDVARCSAVCRAWRELTIEPSIRRTSASRETAWLLLHKRGHERPSGG
KEQLVAYSAACRQWFSLGSVSGFLGKKCQSRWIGPCLATSAHGLVSCVYSASPTKPAALAVFDPMTPASLRGTARRILSV
DEGFSIIEALAMWKKSGGGYGIVLAGPISLWGSNWGVCLFDLADAKLSKARRSVASVDAITTRGFLSLLCSALREDGSGF
CCIWGVSSTPQILAQFDIQDNLWRIIHGFFPDSVSWQIAAITDSNQRRFTAQLGIARSDKDKAAEPKPEQACLSITHKRY
SAAAHLTQLMLFDCSVDTKSHLDTTRSAVPTADPRLVSHLDATRSAVPTTDPRCTQSWKWIHNGHLFIASSMACIHPVIN
SGVACFIDSSVVYITHHRDLALVTTQEMVTFCALHLKGPCGGKEEIDRKEYAQKILHELEMNSGYFYFLYGSHASGKSTL
IKKALSLKQRGYIYVHMHEGVNVRDTREWLSEKILQQLPFGLLWSNVLSKVDFFTRILPGVAWVYGCLHGKTPIMLVVDG
VTAFDDKSEALRSILGVAKYVADNRLASFVIVGSGGELVYISRISSALSRARMLRVESVSKKILVEYIMKKYKELESRES
EVHELLRLTGSKILSINLWARMLLHKPIEQVKAAYMEEVVYHCFARAGLLDQENRPWVVKLLEALRGNGGRLHVRKLQKI
VPLSKVLRINSSNLFSINEKRELCFESEVYMDYAEEILAEDYAVTTNMKKTE                            
>Smol_XP_002970462                                                              
MLGSWPSNPLLSASPAHEDAEGTLAQVMTSPGYDVEAWDDILQNRLVFLQKLHMRRRVTKPGRTSPNSLTRLSSGFQGSK
GYRVGTGTRECLRATVCDGGQSIGSTMMNVGTKVHHFGRRRLRLYGSWQWSLLYYGVSVIYTKLGTLHLGRLPTIDYELL
ILIITARDESEPKRQEVLKNNFPCFWLLFLRIVLTRHRLPVISFSRHLVSLHRSSCLEVIPNRCLCLSRTPARKRCKRLM
AETDGFVATTSDGFLVDQRIPLNEKSQRFLRTWKSTTNMYFRGLQSAPLVVKTRYCAFCGRGYDRMTETFGEDDVIISSW
PGYTFVLVNAVAYAVLTALETHYTDVLAIRAKHFGRYKRSGWRTRHVKTHATSEHSAFLETISHLHEVFTTRVFIADSRE
FPYNYYISSKTFTKQRKEGTLRKILEQQSTRIPQSVMMLAKDVGSCQLKPVWRAIGYLTLNTDKFIFLDHGRRTRASLKF
VRVKVRVVMDWIPVEEVLKRLPAVALWRARAVCKKWKDLIETPGFAALHYTQHLNRSPPHVLGQDLDSEGPLFRCNPFTG
QEASDWVLMEHNMDRVLNSSGGLILGMRGKDFMVWNPLTGASKMLPPLYLDGEPCSKETAMGMDFSGERYWACVLRDMEQ
GVMIYVYDSGKTGLWNEVLVPSETLFDTIFRDNKLYIYCIGFSGDVEVLLKKLLINGTILWNLTFRRIIVSGSEMVHSRH
NVKHLCSRRRARDLVDAVLPHPDVKEAACDTWELRFTIKMALTGSAELFRNSLSFIFYLTGGEQQAERMPRMRAFVRFVV
FSGTITFLGNLFKIKVQMLRPDDKGCLSFPSSINSRSQNVVRLHHPPSGRGGLIPSETRFCRFGVNSESSVSTKLGGRKS
KRLRSKRKYKEGSYQNAAVQAHIYDNQHKHITKQNWETRKRIIGNKHQNRRKRLARETRSGSSTGWRRETAFQARKDSKV
RHRLPVRHGRVCSAALPLGPAESKAVHRFITVLRNGEKLEVASELSDLPEVQRMAYSATYIGYINSKNNDELGNGLCRAD
KLGVHHEGTFHAQGPPGRRPQSRGQDVLGAGREDSAQYFRPQAGGELAVRRRDEHLRADLKISGGGVGRRDTVRFLRTWK
STTNMYFRGSGLCRLNSIGDALHRCPGAKVMVPKMRLNEVTVALRKKDTPGNCGKASRYCAAPSEQSILEYTREVAAEPD
MRKRMQHLNTQLFLKQSHIFTKCLLLESSLPILEVTGIGWQRMVSMSIWETVDRWIYAENVLELMGMAYLHENAWRFT  
>Smol_XP_002968595                                                              
MAFLIKRPRVLHQSGLPEGDFHGDSCPSSSSTSILDLPDLALDDILSRLPADSLLRLGGVCQELRQRCKSGHFWESLVYE
KWGEIAGPGAYREWCRNPVLESSPRKGRTAQEIAAKNACERPNCGWKLLWPSIAAACLWPLSVARERLMALRSKAPRPSD
SLMAWYWALETGNLWFRGQVFNRENGHVGFLLSCYDAELSYVRSSDSFRARYPPHGPRALVMEDDISWERVRASPVQTPA
HDLHTSDCLAELRPGDHIEVQWRRTKEFPYGWWYGIVGHSDSCSNAGNNSSRQHCSCQSDNTVWLVFNQFTSGSRWKRTP
IDRVSHREEGNETDGYYGGIRKLRSKDEISMWERLWPVDILE                                      
>Smol_XP_002968358                                                              
MKISRRWIHADDDPDSINSRLPDDLLKIIFSRLGDDQDHASVARVCRQWRDAESATREKITVNFSYAVSPGYVIDRFGQL
RALKIKGKPRASDFGLIPVDWGGYGGPWIAALALARARSLFGALASLHFKRMEISDEDLALLAETFRDALQVLKLEKCSG
FTSLGLESIARSCRDLRVLSLDESDIEDKGSQWLRELIHSCASLEALNLSMTGLELRDIRLVEEIVSSSKLKSLKLNDLE
DPSRNRRLDLRQSSLQELGFCGLIQVSLPSSLSSFSGDLQLAMEPNLASALTSLDLLYTTANHEQHLEIIKGCRNLQVFK
ANIIGDIGLELLASHCKGLQRIRIENMRQQEQHGFSISNSGMLALAKSCVHLQSFSMYVHDAANSSLEALAESCPGLLDF
RLGILETAPDMAEPLDAGVQSLLQRCPSITKLALYLKEGGLTDRGLESIGRLGQQLKWILLGCLSDSDTSDRGLVSLARG
CSNLRKLEVRNCPFSDAAIVCGIRGLPLLRYLWFQCYHRVSDRHFALLEPEWRIELMPEFYSVLCYRALVSGSRGDHPPS
VRPMLGGGAGGG                                                                    
>Smol_XP_002968105                                                              
MATLLRRFFTSLALSSSASPEESPESAHSLAEFPLGAVLRQLSPEDLATASLVCKFWHASATEDSIWEAILRRETSSWWP
FVRFMEAYLRPEFSQRFLAIPVELELPFYKIYCGRRSLQQCLIIDGNRSSGGSGYCKYGLANKFAPEGKLATFLEFGNID
SPLAPRLSNLYQTILNRMKTKASAQPVVISTPICQNDDTDVALAMRRQYRETTFNVLFDLGFPAVCAVNQAVLALYSAMR
TSGIVVNIGFHVTSVVPVYNGTVMRNIGVEVIGQGALRLTGYLSELMHQNGTNFTSMYAIRTLKERLCYVAEDYEAELLK



DTSASCDVGEDGNFVLKHERFKTGELLFRPWLGGMRAMGLHHAVALCMEHCADLDSSGEEWYKTIVLTGGSACLPGLKER
LAKELRYYLPVSLAEGMTIIPPLHGPHGAWIGAKLLSDMSSFPREWCVSRKKFRKVGSSILHAMAFDDS           
>Smol_XP_002967801                                                              
MTCGGKPSGISASQRPRTLSKCETAIDPVLAREEGRMEAIDRGDGGGCKEEEWWGWLWIVFSKLDGRSLASCCCVSRAWQ
QAAGQEELWRGLCAAAWPGLALSDCGEKAVSVAGGYRRFYGIRMSAAAQLGGGGGRSSRSNPRLRLRELVFFLDVHYRDS
PVCSMARGGDTLKRMFQAAAAPPELHDHLDNDDEDQGTFRFVVEIPTSTGASDVDAHQRSTDGNVDCAVWVGNSGSNRWS
KKEIRDFTISWAVMVRGSPKVFQILRSRQPGQVVGNTCNYSERLPIHSCCCCLSETNHVAEVDLYFSADGGGLFLRELRC
SILNTDCWRYFTQVQALQYLQHALLHDCQFS                                                 
>Smol_XP_002967788                                                              
MFSRRCVKKVENVEDSRQLGFLDLPELVMEGILTRLPAVALCQMAGVCRELRKKCRSNHLWEALVYEKWGKVTGRLAFAE
WQLGLAAREECGSEPCSRSSGIWLWPLSCILPVSWMNPQAQRRSKAAVGENSLMAWYWDLETGRFRFPAQVYNRENGHVG
FMLSCYDAEVSYNSATDVFLASYPPHGPRTSVYEEDVPWERVRAPPVDTAAHELHASDCLHDLRPGDHIEVQWRRNRDFP
YGWWYGIVGHTDLCPRNHQCQCHLHEIVWLEFNQYTLGSRWRKAPINRANHCEEGNEGEGFYGGVRKLRTKEEISIWTKL
WPSEKLE                                                                         
>Smol_XP_002967247                                                              
MDPNLWSHLPDDLLDRILAWLPIDAFFRLATLCRRWSRLATSKSFHDLCATVPSTAILFVKIIACDCQQLLTTFSPAASR
WYKLPLAFLPPNAGLPVATARGLLCFTNHFQGYNNDEYTALFVCNPLTKAWRELPPMLFHHRPTLVTMVADAATKSYKLV
VAGRWTTEVYSSATNSWKRSACLPRGEEISRNVALCNGVLYCLTPRWYNCSLLAFSIQHETWIKIKTGRLPGYCQFRNLV
ECSGQVAIVGKCVRHQVFTICVWFLDQRSLKWREVGRMPKVMAEYFLVMPSESFYCSGIRNLVFLTRDTSHDGVLFDIST
KSWRWVPDCPNLEGMAFEPRLDAVP                                                       
>Smol_XP_002966878                                                              
LPLSVLQDIVSLLDLSSLFAAASTCRVLKAAVDQELPFLENLHLEDYSLDRATLKRLLTSSIGSSSSRLSLKLRGVALED
DMVDLIAKPQLEELHLEYCTEFSPGFFHDIGLTARNLRRLSINPCSDTTTMSLASLQHCHSLEVCSCLFFISLSLLFDPE
VLVFGGIVLPSLLVLEIGGLSEEHGLKLIHATASPASQYKLQRLSLVLYHITDAIVQCVSENLPMLLELELRDEPSEAYQ
NDLTDAGIQKLGALTRLRRLSLVRGSKFFFKRINDVGVFIMIHSLQQLESIRLGGFSRITDASCAAILYSCSKLHTFELM
KTSKLTDLAFHNLSSSVPRGLVNVNLSLNNLLSDDTLGHFVCCTTLEVLNLRGCRSIGDAGLRHISKLCNLKTLLLDGSD
VSDFGLYPLAKGKMSLISLSLRACTRVTDDGIVALMAGRAAKTLKSLDLSLIPKLTDASILSLVQNGVLPAELWLRNCYQ
IGDVSVMVLATHLAMHPGRVLKLLDLWNCRKITADALRWFKWPYFSGLRKLGV                           
>Smol_XP_002965932                                                              
MKISRRWIHADDDPDSINSRLPDDLLKIIFSRLGDNQDHASVARVCRQWRDAESATREKITVNFSYAVSPGYVIDRFGQL
RALKIKGKPRASDFGLIPVDWGGYGGPWIAALALARARSLYGALASLHFKRMEISDEDLALLAETFRDALQVLKLEKCSG
FSSLGLESIARSCRDLRVLSLDESDIEDKGSQWLRELIHSCASLEALNLSMTGLELGDIRLVEEIVSSSKLKSLKLNDLE
DPSRNRRLDLRQSSLQELGFCGLIQVSLPSSLSSFSGDLQLAMEPNLASALTSLDLLYTTANHEQHLEIIKGCRNLQVFK
ANIIGDVGLELLASHCKGLQRIRIENMRQQEQHGFSISNSGMLALAKSCVHLQSFSMYVHDAANSSLEAFAESCPGLLDF
RLGILETAPDMAEPLDAGVQSLLQRCPSITKLALYLKEGGLTDRGLESIGRLGQQLKWILLGCLSDSDTSDRGLVSLARG
CSNLRKLEVRNCPFSDAAIVCGIRGLPLLRYLWFQCYHRVSDRHFALLGPEWRTELMPEFYSVLCYRTLVSGSRSDHPPS
VRPMLGGGGGGG                                                                    
>Smol_XP_002965912                                                              
MAAAQRLQLMEGGGGGGGGGGTGGGGTQNKITAGGGDGDSGGGTVFAHHHYHHHQALLEERLWSQLPEKLVDRVLAMLPL
PSFFRLRVVCKRWYSLLFSDSFLELSSRVAPSRHCFLLFRPGVWSQGFLFDPGERSWHLLPLGFLPSQIAVVSSSQGLLC
CMSEMAGYKTVVMCNPLTRACIQLPLTLKERFVPTVGLVVDRHTRGYKLLVAGDDLISPFAVKNLSSEVFDSSIQCWRMA
GALPRLCNLESAKTTFANGCFYCMNYSPFGVLAYDVESGTWNKIQAPMRRFLRTPNLVECRGRLVMVAAVEKNRLNVPKS
IRIWGLQHPKSVWIELERMPQALYEEFMRISCERAFYCIGHGNYILLTIQECSEVLMYDFYEKLWRWLPRCPFLGEIEHP
AQGFMQGFAFSPRLDAFVYPNMICC                                                       
>Smol_XP_002965894                                                              
ELIPGLPFDVALHCLVRVPHTSHPQMQRVCREWESLIASPDFYALRKKCATTRSAIVVAQAHKSPKSPEEQQPPKGALPP
FGLSLYYPSSRSWERIPPIPELGDHGGIPLFSGIAAVESKLFIVGGWNPSSFQAMRSVFVFDFSRGAWSRGSDMPGAARS
FFACCAVGDDSIFVAGGHDESKNALRSCDRYLVREDRWEAMPDMTQERDESRGIAIDRSSQRLGPKFGVVSGYGSDSQGE
FSRSAEFLDPATGKWSRAEDL                                                           
>Smol_XP_002965572                                                              
MNGLKFRGRVVKVVQKGAVVRAVVLIDVFFPLRHFITLSSWKGGSASAFAMGHLSCDWSRRKELEASSSSIDDRDVWNLS
ECHVVGCSLHSSVSTSVKNTRFSLHEIFNSLSAGDAGRRFVGTSLVCAGDEDRRCSGLWDLPDEILTSVFSRLLPRDLLS
IAAVCRHTRELTRFIVPCMNLRLFPHQNAAVQWMLHRETNPQRFRNPIHKDLQTEDGFHLFLNSVTGEISIEMPELSDFR
GGLFCDEPGLGKTITALSLVLKSQGIFPSPPPGAEVCWSSSLSGEKIGYYEATSGTQRMSLLKRCMAMKGRRYQLGAETP
SEFGKRKAAADDSILEPLRIRRKLLDSYGDGSEEAGVADIGAAAAASQQPEVADDVWVQCDGCKKWRKLAHGCGSPQDGS
AWFCKMNRNPQYQSCSAPEESWDGKDSISHLEGFHRKGSEAGLERNVSFFFSILKDRAALLNSEAKKALNWLADLRSLEL
TKMASSGIPVPQHLRMVSVTGRTEHEYEEFFLAFGLVPKQDKKKVPKWQYPEGLTGFHLDTLALKCALSKPVEEVTRVYL
SKATLIVVPSNLVEHWKTQIQRHTSDKQLRVYACLDSKNAPTSHSLAWDYDIVITTFNRLSIEWNSRESSLLMQIHWFRI
ILDEGHTLGASFSLTNKLQMAVNMRASCRWVLTGTPTPDTPYSQLVNLHPMLRFLHDELYGSQIKLWDAAVLRPFEAHLE
EGRLRLVDFLRRCMISARKADLSSIPPCVRKVKLVEFTDNHAASYNELVETVRRNLLMADWNDPDHVESLLNPKQWKLKN
TTLRNVRLSCCVAGHIKVRNANQDIQETMEMLVQDGMDPTSDQYGFIKGSLLLGGNCFRCGEWCRLPILTPCLHFLCLSC
VSLDCERCILPECGKPYQMQTPKARPENPNPKWPVPQDLIELQPSYIQEDWHSEWQATSSSKVSYLVERLRGLQQENGKL



PEKAIVFSQFLEHISAIEMQLTKGGIEHAGMYSPMPAASKMKSLRTFQENPKCVVLLMDSSSALGLDLSFVTHVFLMEPI
WDRSIEEQVVSRAHRMGATRPVLVETLAMAGTIEEQMLGFLQRCSDPSRGHHDPAELQYLTRLAFVRKHGSH        
>Smol_XP_002965495                                                              
MARSSTDRRAGALGDFDALPDELLCSVLGLLEPRDIGAMACVSSVFYVLCNEEPLWMRICLSNRERVDSLVYKGSWKRTA
MKNKTGKLNDKIEQLQFNGFTSLYLYRRWYRCHMSLENFFYDAGAIERRKDSPMMSLYKTTMFRNLYVSVLLTDLAEDWP
ARRTWTIGQLVHRYGDSEFKFRYLLLLAVQFGESTPGLLEDYTVPYLFREDLFSVLSPSQRPPYRWLVIGPSRSGANWHV
DPALTSAWNALLSGRKRWAFYPPGRVPPGVFVDVNEDDGEIHYDGPTSLQWWMDVYPSLDNDSKPLECTQLPGETIFVPS
GWWHCVLNIDETVAVTQNFVNSRNMELVCIDMAPGFHHRGVARAGLLALDEDEFEGEHDFTNPEFLKKHIGPHPDHFLSE
TSADGMLNKRDFRDWLRKLQVERPDLRHQIWKCACLAIDAGTWQRRLSSICNAHDFYFKEDQHIPVGHGSSPVYLLDEYA
IKIYIHEDGIVTALQEIDHELQFYALLRESASPLAEHVPAVIAKGIVYEEGELFRAVPSVDSGEILSTGMSMVSSKDSRA
FWPYIVTRRCPGQNLAHCRGMMKDDDYIDLASFLGCQLRHLHTLSLPMREEPVLGMPDVPQEWTHFVAMLRQHRQTLAKR
LKEWGSVPRHLLEKVEDYVPKDPVVLIGVAKVENGAAVPSRSAAWLHMDIMEDNIQMVPHASLDGFQNDRRAMQARYIFD
FGDLRRGDPLYELVPLFTDVLEANVELLEHFLESYKLDLAVEGVRTSYRAMCYCLLYKYDAMEAIFRGSKELRMVESWHE
LELILWGMLNE                                                                     
>Smol_XP_002965452                                                              
MSGKKSSSSSSLLPLRSILREFQDIRDGIGSLSRRSFEVRLPYHHRSRSHSVVLDEPPVRDVVVLQQSRWASMPPELLRD
VIQRLESSEHTWPARKNVVVCAEVCSQWRDIAKELVKTPEQSGKLTFPISLKQPGPRDATMQCFIKRDRATSTYHLCLGL
SPNFDAGLQEHGKFLLAARKVRRATTTDYIISLDPEDFSRGSTSYVGKLRSNFLGTKFTIYDSQPPHVGAMPSNSRVGRR
FGSKQISPRVPSGSYNVAHIAYELNVLGTRGPRRMQVTIHSIPASAMDPGGVAPTPTVFANPLEDAQLPFPVSKSKVSDC
STAPVVVPYSGVMSKDGPLVLKNKAPRWHDQLQCWCLNFRGRVTVASVKNFQLVAALEPGQQAHADHDKVLLQFGKIGKD
MFTMDYRYPLSAFQAFGICLSSFDTKLACE                                                  
>Smol_XP_002965016                                                              
MSSHENRFCSVTGIIKSINTKSTVKGMGPVGGYINISEKKQKRHWDGMIGKLPLELQLHILNFLPLPALCRGKSVCKAWK
SAIQGLGYSKAHRFCNGQWYIMNGDNAVGLCDGNSRPLSWKMIQLPYEIHTESICVSSAGLVLAYFPLDRPQNIMVWNPL
DLSSLVKLPPPPGSKPTIVFVAIQSSVGSDHRPWFSVVCVRGVKPRDTGARHLVLQVYDSRSQKWVSSRRVFTGRDEIAQ
TCFKENTDCMLLRDDKLYFITITRDNRRSLKCVNVWDSECKMATLATWTSLPMDLHQETYDPPCLYNNTSLVYCAGKLVL
ANFILDAQTLGFVYLDEASRQWRPLATMPREIMPAELRNLGLRASNIHQWSLVVAGGEAEITLFLSHFEGLCWGCIYNDE
TGVWQSVFGQRFEGSMLYPFKPSLVSI                                                     
>Smol_XP_002964988                                                              
MTLLPVRILWQILSRLDNRSAVRASRVCKAWREIVQSPDFKSRATMDSGVWILTYVNDALKAWCPLSGSFLDDPFPDFKD
HYQVLGTNQGMVFLRSRTKLYVGNPVLMQWEELPAIDKMLFNTDSQMNDGILSSRIELCSERERYVIIVINKCFRDNAVM
YTPDLRRWRTCPFYCFQTVGHEWRISEQKEIRSYPRDFYYEGRRMLEVIAKKEFSIWEERDASTPKASDLSFKRIFYPDP
NEWKLLTKVAVAKREEYEKHTIGSLRHFACHYHNSALALFVAMPISTQNCPPNYGCIVNLLACSSYLSYTERMSLVGVHQ
VVERNQDMGNMSLVSYLRRLKVYIDDALDEPPIDKIVIAPHGKSAWLSRLILA                           
>Smol_XP_002962138                                                              
MAPSSNAIERLPLELLVWIFNKLQDMYSLIAIRRVCKLWREAFRDISRFEEPGYLPYGFHPYRRRMLCCFLESFRSLEEL
LLHRFHPAVWEALVRNSNHLFTPRLLCVQEVELDLSFLSLASPHLEELSISSTVQFKSLPRLARLKRCILDFRGKSESAK
RELEEFLEFCEGIFTVNAPKLKGVALTNTRGRLLLQGNNLERLLLGFSYIDKAFRSNKHTKLNLEKLQVLEVRLLSSKFD
ELYELDEEEEDAVEEVTKVLLAAAPNVDFRLTIPENDTYDDSPPSPLLFTRIVQLFVQRNKRRFPWPRMLNYFPGYEDLP
TRVPDLFEEDETKGLPEQKDLLQLAQPLLDVQPGSCSEKFRKGSMELSGNAFDPARTEVGYRPIVGHFLAAFTSLPQSAS
KSATTIQLHRKLLHPRPSLAFQLDQPAPAGRDLSEFFPLDEQAKSFTNEAVLLRMYGRDRAINQHITLGVLGGRGTDEWP
EMPSRCSTTAVPPRCATYEQGGWTRSRALPLDSNGGLRERSIQWVSSGSPPRIRSRDQAPQRSSPTSNRSVSGWSCEAKV
AEPASLGESISKRAMERSSLLSRREFAQEQPRPPCISTRNLSKRWSIATSPVHAMQSPRGRGHISAPILHDAAVSTG   
>Smol_XP_002961963                                                              
MDVKRLDDDTMLQILGCLDTDEDVARAGAVCRSWHRLVVDGRLWRRLCMIRFPELEVFREVAEQSSGVDCTTVELSKSRS
EEDILRREHKVFCDFYYSLMRTSSTRSSYIWNALHASSTDNPNEEVIQTLYPHPKRLSSGSPSYWSSTGQKLETVPEFLT
YRMVTPLCVVEEIKLRPFEAFFQYGSPIYSPKFVRFYFGYQACRAPGGHSWSNPHPDGNYVWKYVSPMYPVEQADSLQTF
RLPRPVVCIGGIFQVELIGRVQKQSTDQLYYIW                                               
>Smol_XP_002961409                                                              
MDPHLWGTLPEDILDRVLAWLPTQALIRSRSVCSRWNSITSSNTFLHIYSRVPSKDSWILMFADPHYKSVFVYIPKTNKW
LNMPLGFLPSHVDNVTVAGGLLCFRMLDSNGSSSMCICNPLTRTWRKLPPMLGRWCGNLVGVVVDNEHLENEERSTYKIV
VQTKHMVPYGLRTEVFSSHTDLWTITGASEANFTTGSAFCNGHLYFMTWEAHNGEFICDGVYAYNLEQGIWNRALAPMPY
FYICPHLVECGGHLLMIGGFWEQPVITVGIRVWELKQATLEWAIVETMPQHLFKHLLKRPGYRLFNCVGHGELIYLSECL
SPQLFVVFDFPRKRW                                                                 
>Php_XP_001786248                                                               
MDATTAAVSKRLPGLKKKSSSRSGLRNLVQGCWSYRSPVEKKPDPQPNLPQFSISALPDDVLLDCLARMPRAALQTAMMV
CQKWRSILKSTEFYEMRKQNGRVENLLFVFGGAGTGFLSAVYCKSSGSWRAGLLCSGRSIAENDWLSGYHNENHALLHAQ
PAVIKHRIFILGANPCRFSKSVGIECTIVYDAWTKTLRRGAPMHCPRKKFACCVIADRIFVAGGANRNDSGRDAITDSEM
YIPELDAWKPIASMPRKRYGGLGAAVNGVFYVIGGLKFSSTLWSSMQPYIYVASMDAFDTNLNCWQKTKVLPMDGCVIAC
TVVGRAIYMLTSHAVELSFWKYDTWDESFTRVKPPPIPSPLRIDNCLKFSCVTMGSDVYIIQVGGSIDDLLRRSGRNGRG
YKEGLVLIYDTCTLEWSRGPDLPYVKNGATCTVVQC                                            
>Php_XP_001785923                                                               



MSVLDLPELALEGILGRLPPASLCQMAGVCQDLRKRCRSDHLWQNLFKEKWARIVGPLAFHEWQRQLTLQAELGAATERP
PRPWGWPLSCLWRFSWLNIQGQPAAVPPLDSLMAWYWALESGSFWFPAQVYNRENGHVGFMLSCYDAELNYDRITDSFKA
RYPPHGPRTIVIEEGVRWERLRAPPLDTPAHDLHQSDCLIELQPGDHVEVQWRRNKEFPYGWWYGVVGHSEACDGNSRHC
RCHSIETVWLEFSQYTLGSRWRRAAINRKSHREEGNEAEGFYGGIRKLRTKEEINIWKRLWPTETLE             
>Php_XP_001785644                                                               
MENSRRGVGEESEKRRKLEEIYARTAALGIVRVQQLGRLLLCANVVAASQSQLWLTPSLFRFCLDEVGNLVFGVCCWHQV
RSWAMVDVDGFVSVASSSSMQPELWCQLPAEIQYQVLLRLPVVELLRFASVCKQWRKWTTSADFRRRCLNPRAGPYLLAI
RSLYDLRFAPVLSSDGSNWHGLDLTFLYNALIKKNCVQILSASSDGDKSSSSYKIYVVFNRCVVVYNSMLDAFQVLPVHR
HIADVDIVWTAFVRDTYCLYCKSGYDILVHICDIESMVPKLTGFSMDYHLYKFLVYDDRLFCATVGAGDCRDADEDQYFP
LEEWELSSEFPIELGCIVIYETEGWQVFDLVEHKGYILMGVYTNSDKQCRWLEVPAGIPRVESVGKCRFPALPDLVTWNA
TAVESFTSWKVVICNFHFDLMAEVQHLRIILTAWKQQQHSEDFQSLKAG                               
>Php_XP_001784391                                                               
MADLPDDCIASILARTTPWDATRMAGVCTAFKRVTESEKLWKDFLPGDYDSICEAQTKLQSIREIVKSLAAGVFLDDGLQ
KYMLLQRSRGVCRKLSVVAMDIAWGSDMRFWKWEHSRSSCFGKVAHLLAICWLEVRGTWSCSLPAGSYTAVWRLRAANPM
GGRFHFLSWKKPLTFTVATADGQTVEKSLNLVDTPRKCFEDWLEFEVGTINVHGDGSSTQKVKLTYSIRETDCTYWKGGL
YLDCLTLRPSGC                                                                    
>Php_XP_001784327                                                               
MSTMDVDHEPAGMDDLQEDVLKLVLQRLPLLDAIRARVVCKRWWNIVPTLNTAHFLDVNPPSVSYCPLIFIRDSEESNSL
TWFGFNSTRGQWERLCPLPGLPQVDIRPLNGNGKSLLGFKTTTELSQLVVGNPYMNQSWRRIPVSTETWGEVANILLVDK
EDPAVFQIIAIKTAVTEVYNSYLDSWMPPRVRPGRDRLPEYTVECIKNKRINPPLCQGLLYYYRKEILISFDVEREQWTD
DAIPLPHHTTSKSFQLLEYAGNLFAATENVAEGTMTVWGLRRTQPQGFTPTAEMPRELYAVMTEKHKGRKLMQLRAVGHK
HRMFFWRSLNNKTVNIIVFDFLRREWSLLPSFNEPTPRDSQVFVDAASFEL                             
>Php_XP_001784225                                                               
MVVIEAGCTGDHKEDEEDRTVVSTSASRNRRRRVENWTYIPRLPDDIAMEVLCRLPPRSHALLQGVCRKWKDVVNSTLLY
EQRKERGTTVHFLCLLQAASQVDLKQHPVYNVSLLQLGQRSDWERLPPIPEYRDLGLPLFCKFAAVKGRLVVVGGWNPAT
WETLRSVCVFNFSTWTWRRASDMLSTRSFFACASVDDFVFVAGGHDNTKRVLPSAERYNIQSDSWEVLPRMHEYRDECME
AVMGGKFYAISGYPRLMHCQHVTSAEVYDPLKRSWSRIENLLNVGPCVVVSAAERLYAVRDQELLSYRSNDNTWRLLDKL
PEGDEGISAALCMTSFGSSLVLTGATHDDEEKCKTFLYRLPIETVSKGGSVCNKGIWEALTVNARFLGITQASCVVEV  
>Php_XP_001784079                                                               
MDGADSQAIGSSSQLPCKPEAILIDKDVGREDFENSEFQRDNCEDGDNKVETKTESEDYEYRVVAGVTCLVKRVRTSRIL
EGGPLSCQVSRNNSSDVTTGECSTSLRVDTLTSDVRTDEDTSRLPHDRRLFRLERNEDGVESVETFEDASVVVRQNVISK
APGYGLLSEDFVCEISNEKVGPCSQDSSARPTSQSQLGAAEVFEEDKDGQVVFERNLSFGNRESDPEMDENIWQSLPEDV
ADKILLWLPVASCARFRPVCKRWLNLMKSEGFFQMHSQNAAHETWILSFADRSPDLKHEDKYEGQIFDPVSNRTFKLEFP
SLPEGSVPVAAAGGLVCFCRDLNDSGEDGVCFYVCNPITKAWKIIPSPCSRVSIVTLVVDTEASFMSYKLYVVCEASEVR
WLWMGVLDHSTKEYDSKLNRWIDVGDVHSSEQFRGQSVFNHGKVHLLSSEFVHALDVQEGNWMMMSVPAYASCASLLERE
GRLLVVGDIVNHNVFHLPGMKSYVGIAIWEYDPVYKDWNEVTRMPEAMVENFSYSSFSCVIVGDLVYLFSRRYITPQIVV
YSFSQQLWSQVADWCEGIPFKVFTFNPRLDSCA                                               
>Php_XP_001784016                                                               
FNEDIWISIMSFLDVKCLLRLALTNRHLCAMVKDDLIWKSVFLRDFGALPIDLRPAFSWMSLYLAACDGSHTFSHHETEK
HIGVFRLESGEAVATDKLREMRLVSQKSNTSESDSLLLKAFAISNVKRGIWIADLHLVHCPVCNLASCEGTMQTLDARHW
ELFLNKEYKDREWKYEQVCMRVVAGHCSEAAACIFDAKQLRSKGTHGLLNLSSWNAPPGQWQPKGITSSHGAAACTNLQP
NQGLKVKFHTMKAGTEGPVVGIRICQQLA                                                   
>Php_XP_001783876                                                               
MLAEDDSQKFQADERMLTDLPYACISVIVSNLGPKDVARAACVCKVFRDTFDSDSVWEQLVPKSSLKVLGLSNDRIPATK
KEMFSVLRPYLLSDTLAYWLDKDTGGACYSLAARGLGIVWGEDEKYWNWTQQSGARWPEVARLKEVCFFHASGTMKCILP
PGAYTLSWRILYRAYSRTLDGWQQLPVEFRMSTTDGSQSSISHRYLNNRSQSNIDDVTPVRLVDDGWLEFDVGEVTIKDE
GKETSLEFSMVEIDSGTWKTGVFLDGVVLRPTSLARTIGRYLNEEDRSESWNQNMPPLIYRPSNPPPRRGPIGRVIPIRR
GEMRPSQTNLPRSDGGES                                                              
>Php_XP_001783828                                                               
MGHLFGKCQSEAEIHTMGAQEIIGMSVLVSTIERVSSSRSSSQVLSDPWTAASNGPVTIQNGDAVSEETFHGKSSPCERR
STTTSHSKCHSEEVLQEKSADIENKDAPSDITGAPSVINDEKSFVHDSASSSADTKEVSPKENGTSKFAELPKEMAEAIF
SHLPLRDVAIMRCVNKSCKLILGRPTFPEERKKVRGKDTEGNFSPHIFSTDDKGDLHWYSFDSKQRKFDQVPSLNFQKDI
LPSPDPELFKDHLMAHAEGLICINTGKSPGPERLVVCNPVTQEAKVLPPLGHPRQPVLIHMRTDGEDHYKVVVAGSATAG
TGDLSLITEEYSSRTSLWTRSEHSDLPCPQFGLNEYQNAAYYRYRNKEYLLCVVILSTGARGILFYDLEIQRWIQDDNMK
PQIPVIVRDETTVAHLATTQILNCGHNVFVYSEQELGKDVFICIHKLFLTPSGATWREIVQRKRPSGRGLLVYPEYICAP
ISNYELCVFNTIEHSMEIIDVNNPSEIVPFGTKPRFIGNPFHTLNPIGFMFQPTFQRKVCPGSNTCSALCSECRVKKTDN
TVRAPL                                                                          
>Php_XP_001783600                                                               
MESRPPEKKRRWRGHAKRRGVATSGTRIDTDEKSDNCKTNWHDLPMELLVRILKLVDNRTVVTATGVCRGWRDSVGQGIY
DLSFSWCGHSVSKLVQSVSPKFPRLQSCRLKRCIYLDDAAIETASSSWHGLKILELSEGRRLTDASLHALANGCPMLEKL
DLSACTGITEAGLLELVQRCSNLRHLNLWGCTDAGTDAVLQALAKHCKALQSLNLGCCEQVTDKGIIAFARGCSDLRVID
LCRCNRITDQSVIFLSDKCRHLCALGLSTCAKITDDSMYALVKRKTAAGLDTLLEENPNYGLVCLNVSHCAALSAQAVQA



VCDAYPDLHTCAEKQSLITSGCLNLLSVNCVCALDARRDKIKREVRRGFLL                             
>Php_XP_001783566                                                               
MTLMEIMDLSSEVAMDDSYGFSVECVSGFKHQDTLLPVHNECDLDSDLWSDLPRHLIEKILAWLPIPSYLRFRRVCKTWN
KLLQSPGFLRECHDVPSQGSWFLMFKNDHYREAATYNPSLDCWHPIPLVITSAPGQISFHVAASEGLLCYYAAECDNVVV
CNPLTRCWRKLPPTLRVQFFQPVGMVKERTTESYKVVVAGIWATYGACYPIAEVYDSTTNSWSITSNTPPNFPLHPPGIL
CSNTLYWRCHEPHGLVTYDLQEQAWSQIHAPLPQSFESYGLVESGGNIFVIGRQEEPTGKCVCIFQLRSTQLTWEEVDRM
PGALLEEFLRNAAQDAYFRCIGHSDQVLISMCGRNMPQLLYDVRKKRWHRLPRCPMPEHRMVDGFSFEPRLGASV     
>Php_XP_001783427                                                               
MRGSGNSGVEQTTSENSNTNWHDLPMELLVRILSLVDNRTVVTASGVCRGWRDSVGQGIHELSFSWCGIRVSNLVQSVAP
RFPRLRSCRLKRCSYLDDAAIQIASTHWHGLKALELSYGIKLSDAAMYALANGCPMLEKLDLSGCKGITEAGLLALVQRC
NNLRHLNLWGCYDAGTDKVLQALAMHCKGLQSLNLGLCEYVTDKGIVAFARGCPDLRVIDLCGCKLITDQSVVFLSDKCL
HLCALGLSTCKNLTDLAMYTLIKTKAATTSQHTTGKRKRFSGKSNPNQHGLVCLNVSHCDSLSAQAVQAVCDAFPDLHTC
AELQSLVTSGCLNLTSVDCICAVEARMERSKKERRVLFALG                                       
>Php_XP_001783312                                                               
MKKKKTKQKSRTVKKVDLLGIDPCAWLVLAALASIGCGDADDGDGDGDSVDAGGRSHMISASRRGAVSDLVRFWILRIDA
GGSRLPFLIVSHEAVVVRAEEWLTMKKDSKYGDNFAEKRMRGAARLARVEKGESSSSVAGPLGPSAAAAAATAKLLDVEM
LSEDTSQPLSPSYKLDDIDRDGASDQSTSHVLERPPPALAALLDETLVSFREQYELYLRTAECLHVLCEHRTENTFPHDL
AAEPVIILGTPQTLMTATGSARMILRDYKSGMLDLHIKTRQAELDYYMDCLACAPAVLEEKVNLCFPSAMITEDEADRAS
VDDIINIRKEWNNRVVDEFSDKALSVQIDVASMYSDTSIRIVADLLKKRREEERLALMPLQDRIWSGLPEDLIDRTLACL
PVPSFFRFRSVCKRWNTLLKTNSFLELWSDVVSQQLWLFSIYAKHPTEMVAMAYNPSLGIWHTVPVPQYLSKMYTLASAG
GLLCSAAYPNRLAVVCVCNPLTTQWKDLPSMLYIKRVHLLGMVVDKVTREYKIVVVGTQSRQDLVSNTEVYDSATGTWEI
TGRALGSFTSHRLVYCNGLFYNLSATRGWPVTLILHAYDIESQIWREEIRSAMLLNFQAPPSLVECQGSLLIVGRISEDS
HFAKPKAIRLWELKEKETGGEWIEVVTMPPALLEEFCKEWTRPTHFRCRGLGSVIYFLSSRALMYDLSQKVWQWLPSGPG
YHYDHDNGAHCFPVQESLVCGKSSRVTSSANSMSHQYEDSPRVDLPLRVQAWASVVPDYAFWLDGRTDKQLYVCRMSKHP
KCAWFECRRCTFTEVALLGLYLVSVVLELAIVENEQLAVFLTVFSLYVNNDLVSCICFEIN                   
>Php_XP_001783280                                                               
MPIRSESMDFLVAPHTQESLTCSRRREVDHEAPRSKRVCVSGGRAYGCYASGELKHRTLSPSVQELIDTDAFEPGTPTKN
DTPTESTRKVSRGWDNLQLCLLERVTRSLSAADLCRLSQVNKHYRELCSRDALWTWRADKKGSAKILERENSCKNANVAM
AGSLQVAPLESFTSVRFSGDVAIVDPFRIFFQGKSNYSKHSELRKIVKKFGHKDLVLTYRGIQSAILPTSCVIHDDVTAF
EVFRNGQEVGANVTTSGVIAVVPNQLVLQLIEENEGAPEEGRGVTVTGVDGILRCSSDGDFIIRNSVPGKGTSVNFPFTG
ETDSADIVCSTGGSWTEDSDSDDEEELTDEEMAEAVAEVAKITNSYSNLQRFHCNGDGLIHKFTNFEVSMLS        
>Php_XP_001783228                                                               
MNSGGLSSWKDAVDRALGCSSRDLPGHPKDCNNIRTDSTTVERNTNNAKMERRRSKKQLSIEIEQKQGGTTHPAAPMDPQ
IWGNLPFHLLESILAWLPVSSLLKLRCVCKSFNNIVYSPSLWETSRRIRSSTAWYLFRGEGRECVAFNPQADSWCNLPLG
FLPSSKGRVVATAGGLLCMRQGEKMIICNPLSKTWVELPPKRNTWKFPIVGMVMDTKTKEYKVVVAGSNSASWGKNLVTE
VYSSLTRAWKVVESHPVQHLYQTSAIHCNGYLYSAGFDAILAYDLQQEKWRELKGPALQNTQLMLPQICECNGCLLMVEV
VSEHFLMSRVSIWALRQFDNQWFKLTSMPHKILEEVISISGTRLFTYFGHGDLICFTIARRRVLVYSMSRRMWRWLPRCP
FVQGFARRFTTLAYEPRVEAMI                                                          
>Php_XP_001783097                                                               
MHANAVPQILPSYRTAASVFVQSLSPKTKRRRTSSKIEDSNFLVAVSELDQVDRINDLPDECLQEIFGFLPKVEDRCAAA
SVCMRWLMLQSRMRRGDFKIQPNIVCKGGQPQWASGELSRALEGREVTDVKLALVAIGELARGGLAALKITGGPARVGKG
VTDSGLIAIGNCCAALRSLTLWGCDNITDFGLAAIGSGCRLLQKLDIMKCPMVGDRGLQEIARGCPLLSTVSIDSCSNVG
DASLKALGTWSASLTSFSVTSCSMVGSAGISAVALGCNKLKKLKLEKVRLSNKGLIAMGENCKSVTSMKLANLGWCTEEG
FIGFFEGSGLKRLKSLLITACPGMTDVSLEVVGKVCQDLKLCVLSQCQSVTDKGLQSFLQCCVCLDSLQLERCHAITNGG
VLTALVQGKGNLRTLNLSKCHGLWNEEKRANEVSLECLSLKTLNVTGCKNVGVEPVVKMCLRCPLLENLDLSQMVDLNDE
AIISVIEGCGEHLVSLNLTNCKNITDVVVAAIASHCGDLERLILDGCYQVGDSGLQMLAAACPSLKELDLSGTSITDSGL
RSLVISRGLWLQGLTLTGCINLTDESLSLIEDYCPSLGALNLRNCPLLSREGLSALESQLWSCDDFVSSLQLM       
>Php_XP_001783033                                                               
MASSDLDGCACSELPLEIIERVLSFLPVHDLCRFRSVCKEWRELLCKPSFHDLCEVNGKDDRYLFVTRDLDCDGWSVVDP
VFRRTVSFLDLHDERWYAIEVGESLGGFDEDFLETQLSAMDNGLLCEMSTLRGSDDDLALTISDPVANTRMTLPAPPEIF
CLGAYLPLILPSVDIVTRSYKVFLVNNPREHSRDLTRVHVYETFSNEWRGLSNPAKEFEELIAGSAVILQDVLYIVFRDI
ARWQFVLLSYKMQEDVWTEVRRIICPRKPRHPQLVVRGHRLFMNLWSGGTSSLLEDLSLFEMIEIMPSDNSSKTVVQLTF
AQLQQMFSEQDSDFYIAYGVPRFNSKGSYSSVILMSSLSGKLITFDLTSRTVGTIPANPFIQGPSLETYPYCDMYRAKNM
NLSLRNLLSYDSVASG                                                                
>Php_XP_001782768                                                               
MESLPVEVIGNILSKLGAARDVVVASTTCRKWRVAARHHLNTLCFNTADWPVYRDLATEDLEVLITQTIMQTSCLQHLSI
MLGNNNEFSAAPVIAWLMFTRESLRFLTYMMKTKPCVNVLERCGKTKLERLVLGHTLIPTVDPAVQRFPSLLHLTLSRVI
VSSADLNALLSACPKLEVFSLIETDINVSNSANTLRLTSSSLHTFYTEDLTLDNVILEADHLETLHLKSTQMDTFVLKSK
NSLRVLKIEGTNMMDMDIGEASELLEDLDVSDFEMSWSRFFPIISRASKLSKLRLWRLRFVEEDIGREDVDIETIAVSFP
RLNRLALNYELDDGMLSQVLRGSSLLEKVFFLELGSSVINDLFVQWIGGVLQRSPSLRKLVIHGILSDSKADDFHMIGKF
TTSIVNLMRRFSNVNVEFNYT                                                           
>Php_XP_001782434                                                               



MVMDALNDEMLRCVLEKLDVSYAVRALSVCKRWKETIEILINTCHFHDRTTATIHCPLIFIRDSTQHWWYGYDSTTCKWV
PLPPLRVQMQVSLCPLAVECCL                                                          
>Php_XP_001781997                                                               
MGMVELAKLFGAVELGETTERLISGTLSNQEESVHREPKHGDDVRQGQGDACHRKLENFWMPGQGGPKGWSERESKIVSD
DVDGHGGVGLREKQMNEMKKRVLVVAVGGGSRGERGRQGWGAMGSRAGSSLPFLIVSHEAVVVRAEEWLTMKKDSRYGDN
FAEKRERGGVRIVRLEKGESSSSVAGPLASSAAAAAKLLDVEMMSEETSHPLSPSYKLDDIDRDGCSDQGVNHAIERPLA
ILSALLEETLVNFREQYELYLRTAECLRILCEHRTERSFPKDLAAEPVIILGMPQSLTTATGSARAILHDYKSGMLDLLI
KTNQAELDYYMDCLACAPAVLEEKVNSCFPSAMITEDEADKALADDMINLRKEWNNRVVDEFSDKALSVQIDVASLYSDT
SIRIVADLLKKRREEERLALMPLQDRIWSGLPEDLIDRTLACLPVPSFFRFRSVCKRWNTLLKTNPFLELWSTVVSQQLW
LFSIHVKHPSEMVAMAYSPSLGIWHTVPVPQYLSKMYTLASAGGLLCSAAYTNRLAVVCVCNPLTTQWKHLPSMLYIKRV
HLLGMVVDKVTRHYKIVVVGTQSRQDLVSNTEVYESATGSWEITGRALGSFTSHRLVYCNGLFYNLSATRGWPVTLILHA
YDIGQQSWREEIRSAMLLNFQAPPSLVECQGSLLIVGRISEDSHFAKPKAIRLWELREKETGGEWVEVVTMPPALLEEFC
KEWTRPTHFRCRGLGSVIYFLSSRALMYDLSQKVWQWLPNGPGYHYDHVLPFEPRLDGLV                    
>Php_XP_001781902                                                               
MGLPSPPQESASPVMYSRIWSGTPGHLLERILANLPVEDLIRMCKVCKEWNDDIHNSSSFRMLHKELSRRQLPWFLVSTS
KRSFSAYDLNTHKWNLLTVSRLPDPDLRVIASSGGLLCYGERWGELTSTALYACNPITGEWRQLPPHPEKTVDHFGMKYE
DETNSYRIMTMNVAATGGTIRSVTIYDSRTQQWSAGAIPKSTVHLSKASMVWCGKRAYFMDRIQPFCELHAYDLEQSTWH
ELQSLTPQFFEYPSLVACNDRLFMMGLSSDCRKIWRLVDRPAGLEFEEYDSLPAQLPNEFAVKRKTQSIGGGRCSNYNPF
RLNAVGSGSLMCFSSNLDHTWVLIYDMERRTFYESPKNMQDVKLTDYVDLSFQPCLHASP                    
>Php_XP_001781494                                                               
MDPALWEKLPDHILDHVLVQLPLPVLTRFRCVCKRFYSLSACRSFVKGFVLSLSPISFPQPWLVHTHSGISNAYNPAANR
WFELSPYFIPDPWFSDVLTSASGLVVSSPVANEAGRPVRMLVSNPFTGFERRLSPIGHPSAAQMLVDPSGESYQVFALCE
EPGSELEDRNRWSLHRYSSLSNTWEFLSSQLPLAIIPGSATIDVCNGIVYCTAGYRTPQFGIWAFNMESKSWSRVQLPFL
PSYARCQLISCGRRLILITRMKAEASTNAAAVLHIWQFDHTRKDWMTTLELPDEMAGQNDNCHGSFSCEAQGDLLYIISG
VIRELKVTVFNLATQEIQYAPSLVAAVSHGKSFPFYPRLSTLV                                     
>Php_XP_001781358                                                               
MGYFTGWVPPPPPLYLGHSLFLGTFRGLALSSSLYYVYYLISPLCLPQLPTSQRARRGQIERSARMPTLSWGAAPTDSPF
ARRSRSRCDDSDGDKNDNGDDDEKMRSMTRMTNVLNLRADRHRRCEGKGAGWFKQGLEEEAGRERRGRERARGGAVVVVE
VVVVRRREREEKRTKSMIRCQIKQSGAGRGGASGREHQHHRHHHVGDGGAVFETSYASYKMGTPKGMVTGGVIHKSKGTD
EVERMKAKGESQTGAIAQGAETPLWTMLPKDLIEKVFAFLPLHSLFQARCVCKCWKSVGFSNNLVKLRAEAPVSPPYFPV
FLSKGEDRRWCAYDHVQRKWLYLPPLTFLPKEAKHILAGDGGLLCLSESPSTALNYVCNPVTRSLKRVPSLSQDYEPGIT
HMVVNGKSQGFKMIVTLTHYLESTHVFESRKNSWQATSCLPPHFLLWGRRSSAYCKGFLYCVALEIGGMNMEGLIAYDVN
SGVWTDVHGLPRGMRDDPYVLSCGGRVLVVAAQKNTNGRLTSIRIVEFEPVSKRFLEVTEMPQNVMLDVFKCRGGWKPVA
FGDKICVASKKTLSVAVYDMVRRSWHELPKCPLNTKVDVATFCYGPSLQSLQ                            
>Php_XP_001781265                                                               
MVHRGCLDQFVERMRQTVRGGESEHFLLFHAADSIVNGDDSVPCSRGCASRFRIPEVAPKLWLSDQNHLLFTEATEDGAH
KPSEKLSLVHPKCVTDLQNLAIKKNCVKHVVLDCIGSSWFSLVGIRRSGNTFYCDQGVHKGRGVFSTVLKENHFLTRTFI
MGTIGGLEPDEASSDSNSWNRLPGDIVVRVLARLPVPQLFRARTVCKQWNSLTSTPEFLNLCNGQYEPYFPAIISRKFYR
GDSGSCTSGNDEQGGNDLFSVFFGYDHMTEKWQKLPPLDFLPREARAPVAGAGGFICFRGASSLFLCNPVARTCVELPPI
TYKWPSSVSVHILTDQSTRSYKVIIVGKIRYTFVTDSFPSIAIYESSTKSWMAVDAHHPANVFSYGPTAAVCWGSVYCEA
IYQCGQIGVVAYDIEAETWQKVLHKVPLDDRGDYQLTQVVECGGSIYMVLARGFGGVVTCVYILKLEDSNTDAPVGSVPR
DWHESEDPTRAQLHPKEWREVTSLSEELLEDLRDEWFQNDDANASTIVCVGHGTRICISAGVSLILVYDIRTDLWSKVPA
CSQHFELGVHFYVEPIHFPIELHLASPV                                                    
>Php_XP_001781121                                                               
MNREVGAMEAFYEVLPVVLRKLPLVDAIRARAVCRGWRDCIDADKFKFEFGKPCSYCPLVFKLTDGEHTWSGYDATTLKW
ESLPSLSNAPRNISLLPILGSGNGSVGFGVLGSYSAYIIANPYLQKWKTLPSSPDCWGHAAMFMSSDELGGFQVVAVRND
DTYIYESEHDRWREVGHPPRCVKEGQVIPRIKDKACVAFCNNRLYTTSADGDMLISFDMRTKQWANQRFPFDPDVCHFSE
SEKKSMQLVECSGTLFAVTEDEQIGRIAVWGIGTRLGQLSLTVTMPLTVQHFLKPNPPTPYRRRSKPKKVISTGHGHQLF
FWRHGSLTIISYDLFTHKWDMLPDIAMARAGEEDISELQSVRLLRARGQAKRQHGHVGPGCKSKHTVSPLEDPFPDGGSW
HMGFPPQK                                                                        
>Php_XP_001781038                                                               
MFHSSCLSVMPDHILEDILALISLTSLVVGTYVCKKWRSIISCPTFLDLYSQIQEHSESFLCVNGFRYKITDANADNNGS
RGEDPAEPVVSTIWRHYWGTGWLIFDLSEQSALQKLSYKLGILDKQWKETPALIYSRVLPIVGMLKRLRNCSHMVICIGG
LISNTIKESISKVQIFDSESNAWEECEDLLVEFHGISTAKAISTLVCNQKLFIFHIYSGIMGSFDGRTKCWSQVKTFRPP
GMQYNYLALRMDVVSRPPIPSLDLSASIPACPMLLHYLIAIVRCLSRSTSKFTMETRSSCRLFTVAESINKLIKFKNRDR
AFLTVECCDSSHLRINLGPSTCHEIERCGLSPDNAHPLSETLTISTT                                 
>Php_XP_001781037                                                               
MDSFTDDLSSPLPKQMISETIENSVVQRSSIINVDYFTANTPSVKARSIELRPWGRIISKRIPAATIVRQEPKIVSTEDP
WSQLSDDILEYILARLPLFPLKAARKVCKRWEAIISTSEFDILHKQLGEQQPWLVCYRTNHLVRSKSQAYAYDEESHKWI
TLPPLQFPSHNYGTLAGANGLVYAIAGPSENKLKYKLACSTSSPSSFLETWYETPSMGFSRHAPVVSVALETGPTGTAHK
VVVAGGVPEYEPEHMAVEVFDSETGNLATFSVAVSLSEHPIGLIHILTFKSVDCYKFSNCAWEAYDDLPDDFSGSSSRLW
MSGVVCDNKLYMSLIHSWSVHVLDFSSRTWSFVQWERPHGLISHHIMAIGRTLVVAGLCEDVEQPGEIVVKVWKLNHDKR



SLLQIGSLSGQVFATLGRNLEVPTLNFLMNENLLYVSKAYIKDGALVVGEISLEECKTEWRVLPSVSSLGYRFDSMVTFC
TSISISPHISATSAT                                                                 
>Php_XP_001780939                                                               
MRNGRVGTTFESIPDAVLVKIFALLPSSQIASSCALVCRAWRDSTCDATLWSELCEGSGLRGNDAMQCLGGWKGLFGSVY
GVNLIASPYFERIHYLDADRLKHQFLRPWEPKHRLIIDQGGSVFQRGGGDGVLRECPASDCSPCPVAVDKLLMATSWHWG
KVQQYVGLQTFSNKFLNCSPPMMFSIWYADRKGDPSVFKCQVVIRDELKNVIFSWESGELETTENKWKLVKHIVQKYPPG
LRSIVVKAAGMSINHSSGFHRPKFTSVKLQFVPLNEVPLCIDEPACKKFSHF                            
>Php_XP_001780714                                                               
MESGNAGDGSEDSNVEKAKVNGSRFDLTDDLLIKVFSCLDHITLCHAALVCRQWRAASVHEDFWKSLNFEYRKVTNAQVA
EVCARYPRATELHLKNTANVEDWLILDAMRSLRNLEVLTLGGNLLDEMFFSTISNSASLRTLSITDASLGSGGAQEVQLR
HEGLRSLQIIKCRVLRLAIRCPQLEELSLNRTGTASAVLHCPRLTSLNVSSCHKLSDAGVRAAAIACPLLTSLNISSCAY
VTDDTLREVSLACPNLEILDASNCSNISLEGVRMPMLTELRLQNCEGINSSSMAALSHCIMLEVLAMDCCWLLTSVTLDL
PHLRSISLANNKKLVELTLRSPFLASLNLTNCPALNHIDLASSSLLRLDLKNQSSLASLALRCPWLRVVDLSDCESLTDL
VCNVFSEGGGCPKLNTLVLDNCDGLVKVKLCTASLEKLSLVGCRKVSTLELSCIGLQHLHLDGCDRLIDAYFVPVGLLSL
NLGICPHLTNLVIKADQMIALDLRGCGLLSQAIIDCPSLSSLDASYCSKLGDECLATTTSACPAIQQLVLAACFLVGPAG
LLALKKLVDLTVLDLSYTFLTDLSPIFEACPRLKVLRLSACKYLEENALDALHGGKKLPELQELDISYGSLGRRAIETVL
TECPHLVHISLNGCASVTDHLWAHLCSRQEPLEPADSMDVFPTSVDMVDLFSTSERALQSLSCVGCQNVRSVRLVAEACP
HLSTISLSLSTNIREGCGIEFQMLEVALQGCTILKSLDLRNCTKVWYKTSFLVVS                         
>Php_XP_001780615                                                               
MLIVRIIFGFGLERQKFQAGSGSWFTRPILSVVLGPLTGLLWGRFFSSSSYCEAEVMATIPYRLSVLGFRLWVIVVDGAV
FACLRCTFCQLRVVNSTQRESCLDCHVYCDWKYETMGGELTVSVFEEEGLPVSRTPHSTDFTKENSQPSSARSEIPILYA
MDAFSLTLSASPPPPAKVRPVNRHYFIPGLRQGLLSALLPRSKSLAILAAAGKFLLSSTWQMETLGIDMCVICLQILPTL
LSQFPSCGAASGDRAEDSTIIAHLGVPGSVGGLCGLIVSLASSPTLFRCSFSLTLAVFSNTSIFDIRVVKTVCEFSLRHW
EYKLYEEEGDWKMKKVEPQLRLSRSRSSTAPSSSSRSNVDDDESLSMRSLDNTLPHPTSRRTAAPSKVLTRRNSLDQQAS
PNVLNRRASVGQQSSPNVPNRRVSLGQQTSPNLPNRRASLDQQGSGKSSTQKNPSRRVSVCKQSTASSLGKQITTKEADV
VKSRFRHVSSKIRVDEKVKKSATRDTEVQAIAQDLPLDSLCLCLEKLQSVYHVVSCAQVCRHWRAAAFSDVIWRAFYLRW
WHQEEDNGASSGSSQTTRMPSGFDTWRDAFKDKYTEGKRKIRSEVITHSVNAGWLHVRRMPDRRGKQVRDCMPGAAMRKI
VDQLGLTFHVQINRDPVIRLKGKGSVVYFPGSCLLRYSTKTTKTGLSLKSVNSFKVTATSDRLLRHSCTIANFSGGQFEM
LSREGHNSGPLRLLQHAPKHSTSLIIGTLFEGMHGIDGFSIEEHGEEQVLLLMVSLHLSDLIWTMMELGDGATPQISRRI
FHDRLDPAYDWIGCINPDTTRAIMYGLHNLHASIELHTFGKLLWKQEFRQVYRSPRESIPGQTAVFLLISSHEVFPGILT
SPWRTEVFSGELRGVFMLDFTLWDPGLEIAWHCTRAVRTYPAELATVEYGPPGMDGERMHTGVQDEQQGVSVSMNLCVPF
ADGWGAKQDQENSVVITDLRFALTPKFMISWYGGSNL                                           
>Php_XP_001780179                                                               
MAAGATSSSPPCPVFKQPQPVNPNSLPFFSRISEDILVNVFARLEQDPRDLARLACVCRRFKNVIRTNCWRHQCMRVVPT
VVNELMSQQLQKRDLLGEPPGGWGSLQKILVCCPGLQHAGVMLESWDFGLDRELGSSDEYYPQYQSEPSRGFDSVVSSDL
STSVGKEQVPSEPAIESVTTLGFKRKKMIEFGEEGTRADETSGNGEYDCNDNHKGAHLAKGSWSLTREQGNKLLASRFRD
DSLFICDWPGCCHQGEKRVYKLFRGIFKNFKQSHVWRNLKDQGCRHTNLSCAFCSSRKTFDMVTSFCLRRSFEYHEDGEP
VVRAYVCENGHVAGAWTDRPLYNM                                                        
>Php_XP_001780042                                                               
MEMSGALWGTMPEPLVDLILAHLPIPRLFALRTVCKRWNSLIHSAGFVKTHSQVSSEPPYFVLYGMEDHRVQIGPSLFTF
AYFARDASIFCSTTKKWHSLSFSFLPFSDFYLILTSRGLLCFAIYNLEDEVTLGVCNPITKMWRALPPWLPLRGKGLPDF
VAMVVDEVHNSYKIIVIEELDLITRVYESTTKQWQETGRIHASEGLPYLMNRPCQAFVKNGFMYCLSQNLSQIAAYDLET
GVWSRIHLNVPSAHEFLSMRTLGIVESHGRVLVLTRSVVGGDAAFELEHSSTGQGCFQVWAINDQLGLDIVVVGEVPYQP
FDSSHDFDSFNIYTFSAEDHKDALIFSSPEWEYTWVFDLSDGTWHVVPECPRSMFGPDGVEGFPMELRNFKCQNIHVQLT
QKNCQNENNLEKENLEQVHGNQLTDAPNAGRKLVLHKNYTKLQKDTGARVLRKYNPSERGGALGFGIDDHHFEHNRRADQ
VSVMRMTISILSRQFHSIMKPPTN                                                        
>Php_XP_001780007                                                               
DWTLYAPDECVASVFRKLPTADRNRCALVCKRWHRVEGQGRQRLSLHAVAELGLALPGLLDRFPHITKLALKCDRRTVSI
DDETLCSVGRACRQLQKVKLKACKGLSDRGLEEFAELVSGTLRKFSCGSCQFGPRGINAVLYHCSNLEDLTVKRLRGFVM
PNPSTAEHVLPGSCSIKRLCVKDLPSAQLLGPLIAGSKSLHTLILSRVPGNWDLLLEIITEHTTSPVEFHMEKVGVTDRG
LKAVARWSNLQVLYLVKPTECTNQGLSAVASGCPLLRKLHVDVMKSSRVGDEGLLMVARKCRHLQELVIIGVSATSASLS
LVASECSRLERLAICTSDTFGDPELSCIADKCLALKKLCIKGCPISDRGMEALVSGCPSLVKMKVKKCRNVTPASVACLN
SNRVSLVVTLDAPST                                                                 
>Php_XP_001779886                                                               
MMIQMSSADPRPCIKRGRESNPFDNWEDTERVCKLVCSVDVRADDIEAEPKVGNNALQASPKGCKDDLASTDCSFFEVLG
VDLLQCHILTLLDARSLARCATVCSRWRALAITDKLWQPLVAAFLAQRAHLPLCLLGRDDVSSRLSQHHLYTLAVTESRQ
NTLLPTELCGRTWELRLKPPCGPYWLSFDSTQVGKPGLNRYFNCDGSITCDPGDPIWGGHACVWEFVHLEGQDGKTTKHV
QVNHWPTLTPRRVRDGRWILENFYGLYITRPDNPAFTGSRSVAKVRKWCCSSCKPPTFGFTF                  
>Php_XP_001779440                                                               
MASGPWNLYDLGDDALSYVLSFLSPVDIASCSRVSQRLRRLCRDEDKIWYPMCERRFGGVTNVHEWWGRGRISYKVVHSV
LSHFGNLVGFWRGVGNGCHGSLVVFEWHSFKIVGYRVVPARLGSYKVRKVPFMEIGWIGVSHKEMPACLLDPDWAQLALG
LDWTLEDPTPAGLVVVDLHFVGSEHVVLEEYQQAVFNGYPFSASSGGGSEAGKSPPGSFPYEMYHYLAKKVTSPGGERAA



RKQRRRDRERALNQGRHRYEPEHFVKIPHFCPTTEQPLQGLWKGIGRGKGLDFVVLSYDDHGSIVCRKVGDSSGMTRSGS
ICWTAKAGHGISGPLPDTEREVFEFRQHILPSPRELRAQNGCLTVDDSLNEEVVELLWATVDDQPGLNYNVGAGGVTQSR
VWQYASGRFGFASGSEDRIIDFRPICVQDNLADLV                                             
>Php_XP_001779416                                                               
MKDMPILAETMASLVTSCNQAFRSSIRSREMDDEAPRSKRVRASGERAFEKPVNDKTGGTSSTAGECSELDSFEPGTPKK
SDTLVEPARKMSGGWDTLELCLLERITRSLSASDLCRLAQVNKHYQELCSRDTLWAWRAAENGFAKAVEVENWRLNVTDS
LKAAPLDSLTSLHFSGDVTIVDPFHLFFQGKSNASKLSELRKIVKGFGHKDLVLTYRGVQSAILRTSCIIHDDDTAFEVF
RNGQEIGANVTTSGVIAVVPKRLVLKLIQENGGMPEEVRGVTVTGVDGILRCSLDGDFIIRHSVPSRGTPVHFPYTGEIV
SADIVCSTGGSWTEDSDSDDEEEELTDEEMAEAVAEVAKITNSKTSLQRFHCNGEGLIHKFTNFEVSMLS          
>Php_XP_001779402                                                               
LVPFLPDDVALQCLLRVPAKSHPHLRGVCRKWRDLVNSRQFYELRQKEGTTGRCTCLLQAMQQRNSHQAPVFGVSLLNEK
NSWGRLPQLPDFDHHSLPLFCRFASVEGNLVVRGGWDPSTTEDLQSVYIFSFSSRTWRRGADMPTTRSFFSCGALNGHIL
VAGGHDADKNALRSADCYNLRENCWKSLPNMSAERDECAGAVLDGKFYIISGYPTLSQGESCRDAEIYDPELNKWMPCPN
MF                                                                              
>Php_XP_001778035                                                               
MPCSLPPPLLLFLYVLRSSPLALPRLSVLHSRHPFHSLLLFPSLCPLCIINAFHSARSLWVPSPVKVVGLQGSRIYSSAT
CPNSRVLASGLVASCKRHQVRMEQAQELVAGIEGVQQPDVVALIFRQLSEPQDVLAAAAVCRTWRAAATDLSQLRSWQYD
DDSATAAGIKSSATPMQPKTPLPKHWVNPTTHSPFSSFKTPRSLAMLSAPSPIRSLLWPCDRLTDANAVTSNIDENGPSP
RTPSPVQPVAPGGSFLDIVLAQMVIGKFVGDVDISSSRLNDKSLQTIFKSCPRLHTLRLQHLCVPSMYPSNTFDLGPSPL
RVGDIGPDNYILPPVLSCGCGQLSERGFAAVRWHCSDLSSVTLVLQHVISKKVYRQVLSELGALPKLHTLSVELRMPSFG
QSVKSQLIWQENTHCTDKELLALLNAGPPPLSALALNRCDLTEASISALASSCPNLEAIDLRSSSDIQGEHDIPLNIGAL
FQHVIRCAFDSDSGKVQLSIVLRCTTGGLLYVHNLTCLSAAALGVFQTPEKLPFESWVMPALKRLRLETVEPLSLSQLQT
LKCACARLESLHLISGTHATLQESHIYPVTDDTILEHGMLNSLSTF                                  
>Php_XP_001777923                                                               
MRLFTSTSRRSACDPEANSDPTYGIAALSNSKVWLGMHERVVRSEVLEERRMDCGILYVSQCASLYLAVFIVNAKQQQFL
KLGIAPTNVEALITLNLVLPAVKFGYQLDLVSSVGRVGPKSSGNFIVMSMSDAILWYSHFCVGERVFYLEYDLSCSGLEG
FRGRLSTLSSNMPTGRVMIGDLTVKSGNVSISSGKFYLINRDYLAAVSVEIKLLIGAIALLASIDRDSIEASKMDPEIWS
QLPQEMLLDVLARLPYDYIPRLREVCKRWKELLVAKYFTDRIVSVRKSQTPFLLVCVKRFQAIVAYNPARREWREVFIWK
KSPNFYIHSLRAAGGGLLCFEGNVGRKREDGDIRLLICNPISKLWRILPPLPSGIKTSGCVNLVVLENEPNQFKILFTQI
HQLHGQRRLVGTLFDSLTDSWTTHSEDTTLESIYRSVYVNGSMHYIGSERVHEDGTLISRRQGVSFDLLRKVFSRFEAPL
ASVSVGAKKFMELHDKLSLVTFSTVPTFSPSVQQFDDQTGTWVEVHVLPPGTTLGVQGHVPLGQGSYLYFADPRRSSFNV
ICYDLLNRERFDVDEAFLDLRSEGYKLYHPSLCSV                                             
>Php_XP_001777769                                                               
MTPSYSTDSENSLAPSYNTHSENVSGVLPSYSSAPSSIDYTSEECEAPMLTYSPLPASVSSSDVQGIVNTAEPLFYTSSA
ASSIDYTSENVSEAPVMLMYSSSPASGSFVNGQITVSTAPFYSPTPAADSSAATGSMSLADREALSYAAVPSSTATENKK
VLSYSLIPYPAGTENGEAPFYSSGPAYYGDGSCSKGPSYVAVARSDSENTEALFYSSVPCNDNMEADNADVPFYTATPPD
TDIDNQESPFYTLAASAGTMVPSYNLTNSLANTESSGTSSQTMSQANYDGTFDPVERDVIEMSAWLSAWTIETANNATTE
TDPRWYLLDNPPKDIVKGSDDWFHYTMYDCSTQTYYFPNGETQFTRIPSHDLTGSSNTENYADSSAPSYTPTSSYDGTML
NPKSSSSAESTSAGLLDLPSPTITVRALTVWQLHCSRVDAWRGSATHFLVWFSCADMILSTMNEWRRLSDMLVQQVLSLC
ATLDLCRFRAVCKRWNSLICAPECGKFLCFRNANEDARYIIGRCFHQHFETSLTDIDGSTLKYIKVVGWKIFDLNDRRWY
TWKGPLLSTYSNDHPLVSDEDLIVLCGTTTMAAANDHPLASDEGLVVCCSVLAGTATISEIVITNPIVMTKMVLPMPVAW
NNLYLSSFLVNLAVDSISQAYKIFLINRYEDPFMCVFASTTNQWRISSNPPVLRLHDGAGAQAHSVIFQGQLYVLFKTYR
VPGSNEGWPFKFWLHRYTFLEDFWTDCGVDFPEWPDNGIDRKELVVSRNRLFVVSGHTLHLETREGSIRMLDPLSVFEIL
LADGTFITESHLAEPSFDAQELEVDGPTDEFFDAKLGEQVAVRSFVFNQAFGFGNSIMLTYRWLGFSIVYNVETRLWELL
PTDPTVELYGNVMPLRPPRTFGKPIAGELVALNDS                                             
>Php_XP_001777745                                                               
MAKTVAKLGDSKEVEFDDPGSWHEESHLPIDVVHQIVTILSERDTCSLGRCSRYWHAICSSDVVWFHLFHKRWAGLYGQR
FLQGWQAAYRNSHVEMRKRARAVVELIKARTRHESVEVADYQKGLMMLSTTGLALYDVFLFLFTSAQSVLVNLIGLHYCL
FHLGAQLKELKEFLARSKVGERKVCLRWWSMGGWANGFRRRDEMQIRMASIANLTEPESVPLFQILDRGTLHEVLRVQIS
ADFESSAWVQRDMHSQR                                                               
>Php_XP_001777738                                                               
MDSNIWSNLSLNVLELIFARLPLQSLVRLRLLSKQWYSHLSSPAFQHAFSDGQPKDLAVVDFKRAWAYDAKVRRWHAIPL
HYLPFHSVMAADGGLLCCVKFTKLEQCLQFVVCNPLTSAWRVLPSVVGVRMCPVIFHMKVDTQSRHYTIKFLGFNEQEAF
YIYSSEINSWEKISYSRQTDVMGRYFLIDVNHGIIHTCDIHPGTSSGILFPPDFQDSVAQLEISFFLQAEEGHVFLLKSY
SSKDQGDRVWSQDVGMKWEEFCCIPKADELEEYIFCVYLWRDVILLLGKKRELFYNEPFELDSEEHKLVDSGNAEGFVAD
QVNDKLMLMLDLRTKIWTDVTDHSIEPGLLSRFIIELRLDAIP                                     
>Php_XP_001777701                                                               
MGGGRGGVTCESIPDVVLAKIFALLPSSQIASSCALVCKAWRDCTYDATLWSELCEGSGLRGIDAMRCLGGWKGLFGSVY
GINLVATPHFERIHYLEADRLKHQSLRPWEPKHRLIIDRICSVDESDEEPHSYGYWATEGGSVFQRGGGDGVLRELPPVD
CCPCPAAADKPVMATSWDWGKVQQYIGLQTFSNKFLDLSPPMMFSIWYAGKTSAPSVFKAQVILRDELKNIIFCWESGEL
ETADNTWKQVKHIIQKYPPGLRSVVVKAAGMSIKHSGGFHGAKFTAVKLQFVPLNEVPLHIDEPMPKKFSQF        
>Php_XP_001777680                                                               



MGVATGLSTGCLPESFRTGKLCLGMIGNQKLNVEGYSLKIVEEEIDEVLSEWWGCRAAQIQKTGVEDKSPLIHSLPDDVM
KLIFAQLPRQSLAKTRLVCSSWRRVAEDQDIASLRCKMDVAEGWIYVLPDFPQGAPFRAYDPIAAKWSVLPPTPRRSESQ
QWVGFASVALGHKLLLIGGSRSKSDAASNIHSTSVVCSDVIIYDALTNKWRKGAKMNTPRSWFASSMIGGKVYVAGGQGN
TRFLDSAEVYDPETDTWKVIASMAVQRSNCEGVALDGQFWVIAGEYVKNHYNNSQRSSAEVYDAETDTWRFVPNMYMDDK
KVMEPSAVVNGELICVHQKRVMAYNKTLNSWSQLGHINGGEVYARSFSRFGFACESVGSNLYIIGGTREYSQNRHRYCSA
LNSVEVCDLAAEKQSLSLRWNSGADMGGSRGTISASCVAWL                                       
>Php_XP_001777506                                                               
MPLKSLIREFQEMKGGIGNISRRSFELKFPHHHKGRSSGMVLDESQLRAEPVVEQSCWANMPPELLRDVIQRVEASENAW
PSRKHVVACAAVCSSWREITKELVRTPEQSGRLTFPIALKQPGPRENTVQCFIKRDRTTSTYQLFLGLPPSLVENGKFLL
AARKFRRATSTDYIISLNQENMSRGSNTYVGKLRSNFLGTKFTIYDSQPPHSGVVASNRGTRRMGSKQLTSRVHCGSYNV
AHIAYELNVLGTRGPRRMQCTMHSIPASAMASGGSAPTPTEFTSCGLEEAHVPYSSILLSPRSKAAVVDSSALESSELVS
GVLCKEEPLVLKNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLVAATTSSTTTTPTSSGSDHDKVLLQFGKIGKDMFTMD
YRYPLSAFQAFAICLSSFDTKLACE                                                       
>Php_XP_001777504                                                               
MPLKSLIREFQEMKGGIGNISRRSFELKFPHHHKGRSSGMVLDESQLRAEPVVEQSCWANMPPELLRDVIQRVEASENAW
PSRKHVVACAAVCSSWREITKELVRTPEQSGRLTFPIALKQPGPRDSTMQCFIKRDRTTSTYQLFLGLPPSLVENGKFLL
AARKCRRATSTDYIVSLNHEDMSRGSNTYVGKLRSNFLGTKFTIYDSQPPHSGVVASNRGTRRLGSKQLTSRVHCGSHNV
AHIAYELNVLGTRGPRRMQCTMHSIPASAMASGGSAPTPTEFTSCGLEEAHVPYSSILLSPRSKAAVVDSSALESSELVS
GVLCKEEPLVLKNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLVAATTSSTTTTPTSSGSDHDKVLLQFGKIGKDMFTMD
YRYPLSAFQAFAICLSSFDTKLACE                                                       
>Php_XP_001777216                                                               
MEEDITDTQIGNLEEENDTVNNDDAAAEVGAGSTFLSANLWVQLTPDELTLTKSGDSIMNDIMWPEIPDDIMMRVLSFLP
LRRLFQMRVVCKRWSNLTQCPDFNKICLEVKAPVLAPHPAVCYVYNRLGFRWAVFDTAEGKWQVMPNFHARFEDERMKNR
EIYVASRGLLCLLEVGTIDVMKSLTIWNPLTNHEQQLPKFLSLWSFPLVRIMVHYDNTNSYKLILSGNQNYPPQDERYSA
TEIFDSAKGVWVQGGKLLPNLMFPFSNGAVCNGAVYYFASRPMTMYDILLKYDVDEDKWSEIDHIIPQNTYCTPYLFDYN
GNLLTLMHLLSGPPARNASCAIFHLDFNTREWTILTHLPELVYMDFAYIGGCLASGKQLCVTGNASNRNLIVAVYDDGEH
NWNWLPTCPLVPSADLIERHTTFTFHPTFHNPRFVLEQISG                                       
>Php_XP_001777210                                                               
MEVVHLDRSLHNVFASREKLQLRVSAQLSRASQDLFGELELDPAIWSSMPDSVLHHVFTKLPVKSLIRVRSLSKFWMSVD
FFSNGELDTKQGRFALYKGRPSLSCHKHEAWVFDTPAQEWCKFPVGPFPSPLNFSGPFAAVGGLLCYISDTSPAGTLEVL
VGNPVTSTWRLLPPNLNLYEFPTLTQMSVDHDHYSITLVGVCEDMGALVIEIYDSKPNAWHRAEAVPPQTGSCYNLFRGD
EFLGLATIDKRSKSVKRLVYPPALQESSFLNRYEDKCWILESRGSLFMCSNAARKEGIWQSLGAEWHKYCALPKELHKYE
KTALYLSNEVMVLVGTDPHCFTPQFEDVDPHTITMFNMKTHLWITLPMIESIFGNTDEILPEPSRQIPDRRPRDAVDNAK
ISRYRSPACSSICRCRCSKAYHQCVKQELLSKGAQCGTPALNRLQHSIDSPGLSSRLHRTSLSLLSDPAYLTTRNSQQIR
PANHPLHRTVAPLPMHRSIDRLNDRSFARSPCRIDAGKRVFIGGVGESWGATTIRIPFVLDGASVHGGCVGFLF      
>Php_XP_001777099                                                               
MFEGRLCHKNEDSEHISVLDLPELVLEEILGRLPPASLCQMAGVCQDLRRRCRSDHLWKTLLEEKWARVVGPSAFQEWQR
QVILTAEQAPPAERPPRIWGWPLSCFWPLKWLNLQNQTPAVPPPDSLMAWYWALESGSFWFPAQVYNRENGHVGFMLSCY
DAELNYDRQTDAFKARYPPHGQRTAVVEEGVQWERLRAPPVDTPAQVLHQSDCLADLQPGDHVEVQWRRNKDFPYGWWYG
VVGHSEACEGNTRHCRCHFLDTVWLEFNQYMVGSRWRRAAINRKSHREEGNEEEGFYGGIRKLTSREAIGTWNDLWPTED
LQ                                                                              
>Php_XP_001776881                                                               
MTPLKKLMREFQEMKSGVGRISRRSFELKFPHHHRGRSSGMVLDESQLNSEPVVEQSCWANMPPELLRDVIQRVEASESA
WPSRKHVVACAAVCSSWREVTKELVRAPEQSGRLTFPVALKQPGPREDTVQCFIKRDRTTSTYQLFLGLPPCKFLANGKF
LLAAQKFRRATSTDYIISLNQEDMSRGSSTYVGKLRSNFLGTKFTIYDSQPPQNGPVLSNRSSRRLTSKQLSYRAHAGSF
NVAHIAYELNVLGTRGPRRMQCTLHGIPLSTMESVGSAPSPTEVTADSLERAHVPHSGVMSSSRSKAAVVDISTLDYDFA
SGLLAKDEPLVLKNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLVASMESLPTSSQSDRDKVLLQFGKIGKDIFTMDYRY
PLSAFQAFAICLSSFDTKLACE                                                          
>Php_XP_001776683                                                               
MEGGYQRLPKWRQILMLKIWTLCKAPGPNREVWQLGPRAVKDNGDLSCHRIVLAIGLPSRLLLCPEGSRSSQNSSPLLIP
RSISAWYGWEGGMRNAKSISSTGKRLQSCCFFPMTVMIPPCNKPFLNAANSSSIDAEDDRALADARALFFVNRHLQCCHL
TKIVVTMGRITVSESSINTVKVAKVAKQPSLSHHAKPHLKAFKLWCLKKCSRLHSSTEPSYSPSQPNRGVVGVTASVVCW
DSSRFPTLNVYIIAPIFALRDVQLLLGSGMWVAHLKQCRAAVEGLRIGVSEGEREVFDSLRFVAIMPVEVLSCSSVRIDT
IPRCFVQMSPWKFLDNRYIEQMRFRCGSGGSVRRNLTECTLFATCRPVQVVVSATSATQKLAWMRDGDLDATIWKNLPEE
VLERIFALLPFPNLFRCATICKKWRMIAQSPLLRLTRASSIVTPWPSYCLVRYSQRESGALHWSGFCTDTNKWQDMPRIS
IPTCPGKCVITGSGGLLAIYKPGTVLVCNPITGQQRELPRTNQKWSWPNVLHMVTDDVQGSYTIILAGTEAYSIRKLQAT
EVYDSVTNKWVVTGSLPAGMRLDTQDAALDNGLLYCTAQKVYVQAEDNLVGTDALVAFDIHRGVWSEVANEFPDDSARQT
PLVCGGRIVMAVAPVDDDGPVGCFYALNAVTKHWELIASMPEVMHRRVRPWGACAVSGNDIVVVSDSAQGCVVSYDMAWG
TWCERKAPIKFTKSNRPSAKEVRLLATVSFRPDANATP                                          
>Php_XP_001776646                                                               
MDAQQNKARKCLESDSISVEQDSAPTTCCQEVVMDPQLWSFFPEDLVDRVLAWLPLSSIFRLRAVCRTWNIITHTRGFVE
LYALTPSSKDAWILIFADRGYRVVSAYIPTQNKWHNIPLSFLPFDISDVTVAGGLLVFRLHEANGGSSVCVCNPVTSSWR



KLPPMLGGWRDGLLGLVIDKQTCAYKIIVRSNLASVNSNGAVLRTEVYDSTTNLWICTNGLEDGITTGYAYCKGVLYFMT
WETRSGVYGVYAYNLEQGTWSKVHVPIPDFMTCPHVVECQERLLMVGGFGRRPHFVTEGICVWELQPPTRDWVVVQNMPE
GLFRDLLNNSSLLSFNCVGHGDRIFLSNRKTPRLIVIFDCADNSWQWVNSCVSHDLHPMYSWFSYYPRLDAAL       
>Php_XP_001775939                                                               
MERHRTDLSLEVRPPNFDHRVCCPRGVDCDLRILPKFPVVMGTLVQNRQILLSSSTGKLNFWSLYRSDMTNFAGCSEFHT
NRILESSSPVLDSQIWSNLQPELVARILARLPLSSLIHTRLVSKSWDREIYSGRVMGDGSVHENPRSWLFLFENGGPGNP
HKLHAFDPLRNDWQTFTTIPHFATVQKIGGLSLCGAASGLMVYKISALKSHFIRFGVFNPITRSWKKLPPLLKRRQRPVV
SMFAEGSGYRLVVAGGLEYDQQVLTTEVYDSRTECWRTTCEKFNNLQSHVCDEIRTSTAFCDGVVYHMRFTRMLSFDPNR
EYHTFMAYDTKTARWRPLRVPLPPNLVFTGYPSLKRIWKGRAYLADVLPPYLVESNGRLLLIGFREDRFHSVVAGIGIWE
LDQKKAWKLVTLMPDTLFDQMCPKICMSAYVDPSSYLKYELQGAGHGDIVYIFQANEGQGFVVLCDFSQSPPAWRCIRNG
IVPKVEYSQTLQGCVIDLRWDTMI                                                        
>Php_XP_001775873                                                               
MDRAAPEGLSCRKGAVLDAKIWNKLPEELLERVLLYVPLQTLARFRCVCTKWNKYVLEDGFTDLREQVSPQKPWVVMTST
SNSMFAYDSGLGTWHDVPIPFNAYNLHVVAAAGGLLCFSNAWFHGPSMFVCNPMTQKWRQLSPMNTWMISTVGMVYDDAT
ATFKVLVCGRLENHTMITEVYDSQSDGWTLSGTPFPARKYGGDTSLWCDGIFYCLTYPFSTLCLLSYDLSQGTWREVPIR
MPSPIMSPSLVESRGKLLLVGGLEEQEVFGIQIWSLDTVKQEWEELERMPSQLCKEFEAKMVPSKPLSCFGTGDSIFLSI
PTNNYMPALMFDLKRRTWDWWPVSDFPATLPAVNIGQSCGISFEPRLNAYV                             
>Php_XP_001775801                                                               
MAEDAESALELLPWSLLQVIISRLDAPSICAAAACCRALRTCAEYALTQLGSIALVDMRTEPAVVERLLAGNTCLSSLSL
DCSRMDDGIINSITKPGLHTLCLWGCHQFSAKLLCGIAMRCSLLKVLLLELGWHDDRQEVNSFSTALEMILQRCGKLESL
TVRSETSCFDSGAYAAIPRLVASGLNALEIGYIAEREAKHVLNLDEAFRFAPRASYPFNSLEKLVLVLDRITDSLVGLIA
SRLPLLLELELRDGPSEEPLLAFDLTNWGIQQIGSCTKLQRLSLVRSQDWMLSVSFKRVTDLGILLMAESCSNLESIKFG
GFSRITDTGCRAVLHSCLKLHTFELSNTPQLTDLAFHDLPATPLGLECVSLASCGLLSDCSIQHLAFCTKLKSLNLKGCK
SVGDGSMKAISSLSKLEVLALNGCDVSDSGLSLLGLGVAPLSSVSLRGCQRVSDAGIATLLAGSLASTLVSIDLSAIPSL
TDNAIIAIVRCRMSVLQELRLRDCHLIGDTAVISLASAVLKDFEIGFGGTLQLLDLWNCDGVSSLSLGWLKKPYFPRLRW
LGLPKNLKLGIVAALVEARPSLHVFTDGAELGHMFSGETEVIVREEEDELERWMRDVSP                     
>Php_XP_001775800                                                               
MATREPPSRFGGYCEFKVDPVSTGNGEATSSSNDALHLGRQQSLLLLLPLELRIEIFSRLDAHSVIKLQSVCKDLRDVSR
QLRLFPIESLTSSKDASHTFAPVAFLVAKGEKWIWAGYDPTAKFWKWLPSFSALLVATDHPDTVLAASDGLLCASSEGLI
CALVRGTIFPVTVCNPLTKEHRRLPPLTKPRCPDLLYILRDTKTPNRYRIIASGGYSLVAGEYTIIRKTECYDSATNSWT
ETSNSPQGLRLQRYQNGVYSNGFLYCLARGPQLDNLLLAYHVDSGTWVRNLSCEFLRNYDAWGGPMNAQFVTCNTAVYYY
EEFHIQGTRLKGFTIDELATIEEILPTGVLATLDAWNNPEPSAERDKFFEAMLGASRKQGKLRRLLVEHRPLCQSRGTCV
AQGRHQVCVYYPKEAKGMVYSFHDKSNPHKERLPEMNPTSQYLNADMMELPESHLQPLPCPFELSFSALV          
>Php_XP_001775698                                                               
MMGAMGSFDVLPDSIACLILSKLESAQMVAQCAMVCHRWKTLARLVDTLTFESFKLLEKKLDKNRNASCLETIVTQMLLK
THGIRILKISYHPVVWPWIPNDYFSEDRVCQWLQHVNTTLERLTLVDPNRARPQPKKLLHLTDCKKLQWLNLCYGFIPVL
PASPGRFEQLVTLHLDLILIYDSALQTLVELAPILEDLKLNSCKGLRTPHFTALKLTSLEFANDMDVATTPITMVTVNAP
SLVSVSLSHVEELVMNGFTLQNLALLWHVRPNIRELPVLESLHISGESWALDCVTHLIRLGTNLRSLRIDAFFERKYPIQ
LQSLLRHLQELVSIHIGADFFEVCSEHYLHTHYRSCRFSFWRRKKSCIVVSEGVGCALCLQTAGGAGAAFMRMHAMVLPR
LENIMVVISCGNNNCISVLVSLLKCAPALRILRIDAENLRKSMDNVMFFSNLLGLQRDYPQITVYQFPTWGPVNQKGCSD
RLLWSTCKLNIVKIETNFDQSLKELCSVSQFTSVESGNLELVIWCSNLKIHSRSNPV                       
>Php_XP_001775579                                                               
MSVLDLPELALEEILGRLPPASLCQMAAVCHHLRKRCRSDHLWQSLFERKWARVVGSSAFQEWQRQLILQAEQGPPAAEC
PPRVWGWPLSCLWPFKWLNLQGQPSAIPPPDSLMAWYWALESGSFWFPAQVYNRENGHVGFMLSCYDAELNYDRRTDTFK
ARYPPHGQRTAVVEEGVQWERLRAPPVETPAHDLHQSDCLADLKPGDCVEVQWRRNKDFPYGWWYGVVGHSEGCEGSSRH
CRCYSLETLWLEFNQYAVGSRWRRAPINRKSHEEEGSEAEGFYGGIRKLKTKEEIEIWKKLWPTEDLQ            
>Php_XP_001775242                                                               
MLNKNPDRYSLVRVPEVDQVDLINDLPDECLQEIFGFLPKVQDRCAAAAVCMRWLMLQSRMQRGDFKIESASMLGNANEV
HPCGNEIDIVIDGEPRVQMQPQWVCGELSRILQGKEATDVMLALVAIGELARGGLVDLKVIGGLARASKGISDSGLIAIA
NCCAALRSLTLWGCENITDVGLAAIGSGCRSLEKLSIMNCPGIGDRGLQAIAKGCPLLSTVSIDSCSNVGDASLKALGIW
SGSLSSFCLTNCPMVGSAGICMITLGCNKLTKLKLEKLRLSNKGLIAIGDNCKFVTRMKLANLSWCTEEGFLGCFGGSGL
KQLKCLLITFCPGFTDLTLEKVGKVCQDLETCVLTQCQSITDRGLQGLMQCCIRLDSLQLERCHAITNAGVLAALARGKG
NLRKLNLSKCDSFWNGGKRAEELPLRCLSLKTLNVTECKNVGVEPIVTMGLCCPSLENLDLSQLTDLNDEAIISIIEVCG
EHLVNLNLTNCKNITDVAVAAIASRCGDLERLILDGCYQVGDNGLQTLATECPLLKELDLSGTSITDSGLRSLVTSQGLF
LQGLTFTGCINLTDESLSSIEDFCPLLGSLNLRNCPLLTREGLSSLESQLWSCDDFVSS                     
>Php_XP_001774700                                                               
MCTQGFPPSTLPADASSSQVVGHLINPDLVGDDGDDGSRRLYVMSVEDGEARMDLTDDLLHKVFSFLRDVDLCQAGKVCR
QWRVASTHEDFWKSLNFESRQVTHQQVTVLCARYPKATELNLKGCPCVDEVLVHQAMVSLRNLKVLTLGRGFLSDGFFYL
LSGSESLQSLSITDATLGSGGAQEIQLKHESLRYLQVVKCRVLRIAIRCPLLETLSLKQTGTASAMLHCPRLLKLDVSSC
HKLSDAGVRAAATACALLTSLDISNCAYVSDETLRELSLACSHLRRLDASYCPNISLEGVRMPMLTDLKLVNCEGINSSS
MAALSYCVMLEVLAMDYCWLLTSVTLDLPRLRSISIGHNRKFGELTLRSPALTSLNLSHCPALSRIDIASSSFEKLCLKN
QMGLSSMALQCPWLREVDLTECESLNDSVCDVFSDGGGCPKLNSLTLDYCDGLVKVKLTASSLRALSLVGCRNMISLELS



CPVLQSLLLDGCNRLVAASFSPVRVSLSYLLACKLLSINMKNISHQELVVCSDVCSHLGDDCLAATTASCPAIQVLVLAA
CPAVGPVGLLALKKLPRLTMLDLSYTFLTDLSPIFEACPHLKVLRLSACKYLQETALNALHGGKVLSELQELDMSYGSLG
RGAIEGVLSLCPHLTQLSLNGCFHVTDHLWSRLSTPPLPLESMTSEDTRMEDACSSDGTFVPMTGPARLLQTLNCVGCPN
IQTVVIQRDAACHHLTTLNLSLSGNIREYCGIAAEMLEHALRGCSLLETLDVRNCPKVLLRQVTSVTASIFCTYLYVPTL
LEF                                                                             
>Php_XP_001774633                                                               
MDEPLDHIVNIEEGDEDALDAALEMELAATYAKFPVMVASAKLVGEKIPVVIEEPTSSHLSFAFPGWESDIFQGGKRKMP
STSGYIDDPQSSPSKRGKQVKNTDTAGPSRASSALEDPTTPPVEGCPMDSMDDELLAYVFKKLNMKDLCSSMRTCKRWHR
VACKEDVWGHLPLPANVPGALPRWMEIRNAAMSMDLRVRFQVFRRGYDFIRSALDAWWNRGKPDGEYPSAIFRSLTQKLV
INDWSLLYEAFGAAFSDRADHIAVIILEAVQRLEHLRHSKYKDVMTNSTEDAEGDLPEVFPKLSSKSDGDSKASGSREEF
LWDEAEVQETWTLLLTLWRRYKIWLMLVVSHCPELNHEVMAERARGNVLATTPTVYGKGIICFRSQVILKYGIRSVLQAT
WSGLANAKRSGLASDIQLDLFRSVDHLFQETSVLDDLTLSLMTFTQQKLRRCFGNETSSKAKSKLKTNPALSSAEADGVR
FARMAMIIRKS                                                                     
>Php_XP_001774215                                                               
MICDVGLAKLRDADPTNQGSCDCGEGMAANHAAAGSNFDFIVQALGLELIRSLWHTNELCVFYVGSFIWDEVAMADGCKK
LAVPKLPRDLQHKVLSYLPFRTLLQARCVCKDWRDVIYVSDFCSMYDELHSSQTLVPTICYAGSFHGRAEVEWAAYDCVE
EGWGKMISLRPPYPKRRLERNDIANCDSVYPVGGLLCFHLKMGVSTWVVWNPLTGNWKILPPCKLAVGESFIYVHAFVTD
DTTKAYKILMAHWRAVSQSKDYSTINDDGPLVMEIYDSTTGTWSEPKPYIFRSHGFTWNNSTRGGVRSNNGVIYFPSEMN
SDNRYQHMLLFYDTRSGQWHEELSDKQRNVLFEWDGRVMTIERNPSNGRFIFYEWDEGPDSKGWMDTGIEVPKAVQRKFD
PSHFGIYHMEITAGGDYLVMTGPRRGGGFRTTVYSRADQCWRCPLKADNFWNTSMNGFFSGDRINGMVQFSPRLSWLP  
>Php_XP_001774192                                                               
MARPSSSPCSPSSSLHDLPDDVLALISACIHYRDLLHLSFTCKKLHSLCTSSDKLWMPHCRMAMLQSLPSQNSLPHWRSS
VESAKALLRFLIAVKPLMGIWVHQNPELGNLVYVTWGFVSIVACRIIPQELGPRGFDTGLLWAPVFEILANRDGTLVFFL
HGRERDQNFLYPGRFMAANQEPNVLVLEAEPLLNSTHQLRELSSLDSGGEDSVPFHRLAFGDRRRLLEELAPQVRLPVPP
QAAYGPLFFSPRERKPSLASNDSFQLENAFMAERRDAILSAYANSIEPGSPYRGVDSVALVRSMSQTDGSSKRIGFAQFV
RSKLQQIVGKSTAQDSPKTNPLSTTEIKRLQFEEFLKQGKAVGLRLQATTWRLSFYRAWPIMYDNRFALYKIPEQKRVEG
REHAGLWGGTFGWPPGRPAHAKPGSPLFFLLLSYDENEEGLHLIATKVLEGTHYVLHPNGSAMFTAKINEPSSEEFPFDI
NSEGSVLDIVQTWQGEGIANGYGFRYPGSKPGDLFEFRTGELAFVWRESRTVLSLQRIDLQSLLEKGEKVAALPPISNFA
YLTKSYSNVFAGYCGPVATAGRKQVEQMLKDIQDIQSKKV                                        
>Php_XP_001773761                                                               
MPGLLDVNLSSLSLTSDTRQKQVWMDPELWGALPEPLVEIILSHLPLPYLLPMRAVCKKWNHLLHSSAFLSSQRHSTVQC
ASYVLTVNEPAFSAFAFFQQGPELYYLRDSSLYCPISKNWFNMSLDCIPFRDFYITSVGGGLLCFVAYKGNTTATNREVV
IGVCNPATRSWRLLPRWGGSKAYSLPQYVAMVVDNFNRSYKIVLIDYDRRVTRVYHSQYMAWTEFEDVPTRHNFPYYDRC
PSQAIVKGNKLVCTTQCKTGISTFDMDTGLWESYHVFLPGMHSNVHLVQHHGRILMISRIMKAKYEGSDRVQISELDPKG
LRVTTSLDDVPLGPSKQFLDHFNVCEYSSYEESEGLCFISTTTGERWLYDLEERFWHILPSSPGSKTKSMAAYGGFSVHL
RVDIQP                                                                          
>Php_XP_001773147                                                               
MGVRNFGCNQAFHICWAWRRLGALLREKSRACLWRFGPWERARLRSAGLVWCSCVVVDVVFWGVHIVRISGRSVEQLRSR
SPMDCALWKSFPADLLEIVLLYVPIPELCRLRVVCKRWAALTKEEEFKLKAKPQTGYLFRTPDVITPNDNECSWEIRDPS
TQSLYVLSDTFLYDHLNEKIEIADNYQRSTLAADKGWLAVLWITGDGEDEAMFVCNPVTKSFKELPPLFSNSAAKYFNPA
VALVVADDMLSYKLFVVQEYGIEDPARKRCFVYNSSVGEWRPFAHPPPTLTPCHILKVDTILYTIFRDMNENHVSLRTYA
IYSYDTKTDQWTDLEVDPPGDCFIPQLVACSGDLFFIGYNDEEISISEIDAAGKQLNFVATMEDEKYHDMLPDYDSTYGG
HWSPYIDCIGTGANLLAVGDDQGCIHFSSVTGDSVSYDLNEEEWFEVEGNGLAGHMDFEEERAGLFGNFIRLSSAPVPSK
DSPKI                                                                           
>Php_XP_001772942                                                               
MTEELEESLWSRMPADIRELVLQRLPLEVLYRFRAVCKHWRALPLSPEFCRSVTHPQSKHSYLLGIQPIGLLQTCPIYNP
IAKSLSWIDLGFLESRFERFTFERWVNDDDPWGSSEFRGASSDGGLLCVCVRIHESEQDAIFVCNPLTRACNLLPLIEGN
TWGMCLGLSIRVENYGHYRVFATKHGKVGNKFEQRLYTYDSVSASWKVVPKCTRFPHDSISGAFCKGIYYALYLEGSHEL
VLMSYDTDHDAWVDTGVVVPCTSNSRAKLVVSNDRLFCVSYFHQNEHNLYVTISEVNLHTTMVLGISVSEIELPDQSQLF
VHSNWDVLGYRNSLIFHTRSVAAFVFDFTTDLPEWRPMNLEPLGNSRSHILLVALTFDLRAAVE                
>Php_XP_001772937                                                               
MCCSEVECERVQDLAESKSRRKRKRGKPPNKDSLPNGKGAQVDIEHRGDEDEGQENQYGLQRGSHSYGIQPLGNLLLSTQ
GCNVRDTGLGTLQVLSDEIICDILGNLDGRDLARLALVSRAFYVFAHQDSLWRNLVLDSYKGELAFKGCWKTTYLASHAL
NVGKLHLPLKDFYSDYLFQSWLCANLEIKPEWLSADNIERRENLSVEDFIRDFEEQNKPVLLRGVMESWPALKKWDREYL
LKHAGDVDFAAGPIHLKLSDYYKYADLVEEERPLYIFDSKFAEKVPQLAADYDVPIYFREDLFRILGEERPDYRWLIAGP
ARSGSSFHIDPNSTSAWNAVVRGAKKWVMYPPEVVPPGVFPSPDGADVATPVSITEWFMNFYGETKKRAERPIECICREG
EVVFVPRGWWHIVINLEESIAITQNFVSRSNILNVLEFLSRPNSQHLVSGTKDRVNLYEKFRSRYESLYPGSVEAIKEKT
EAREAAHRRAKVSIWDNAADSMTGGFKFGF                                                  
>Php_XP_001772886                                                               
MAQVEGGAGDGGNLYLPSDILRKMLDRVDAKTLARVSCVSKRFRSISSEESFWENLCNQRWSSTREPSVKSLISSAGGFK
KLYNNCFPFILSNSESTPSRGFDPTDRENSSPSSFMSIVDVTFNGKPVLSRVVNGIPGAWEPCGPLVDILDAATMAHAGH
GVSITKQDEHGAVLTIYNKIPEVSSTVQECSDSPFSPVEFCNRMRVSWILINTKTQQMVNLSSWKPLSAVRHRPFSDDFL



LRFGSILQTPSVPVHCNITMRCRTCTVVTLSHNEVQGHQVRLGATTAVKVTELSLHLENILGAHIRGGEVMSLLSLAITS
DKTVDESKASGVYNNFSATQSLNREALIRQENRRQNAGAVFFVGIIVVLMSFLI                          
>Php_XP_001772776                                                               
MEANTAAVSKRLPGLKKKSSSRSGLRNLVQGCWSYRAPVDEKIEPQPSVPQFSISALPDDVLLDCLARMPRAALQTAMMV
CQKWRSILKSTEFYEMRKQNGRVENLLFVFGGAGTGFLSAVYCKSSGSWRAGLLCSGRSIAENDWLNGYHNENHALLYAQ
PAVIKHRIFILGANPCRFSKSLGIECTIVYDAWTKTLMRGAPMHCPRKKFACCVIGDRIFVAGGANRNDSGRDAITDSEM
YIPELDTWKPIANMPRRRYGCLGAAVNGVFYVVGGLKFSSMLGLTTQPYAYVASMDAFDTKLNCWQKTRVLPMGGCVIAC
TVVGRAIYMLTSHAVELSFWKYDTWDESFTRVKPPPIPSPLRIDNCLKFSCVTMGSDVYIIQVGGSIDDLLRRSGRNGRG
YKERLVLIYDTRTQEWSRGPDLPYVKNGATCTVVQC                                            
>Php_XP_001772681                                                               
PPAAATKVEEKLCHCDVLPEDVLAQCLSHLDSFQDMASVSRACKRWREGIQQSLACQTKLSFAGWRPDDGAISRLVKGAG
SLKELNISNGRWGCRITDVGLIQVSIAKCCPNLASISLWGVTAITDEGVVQLVRRAASLEHFNVGGTFITDVSVLALASH
CKLLKSINLWCCRHVTETGLLAVVKGCQKLESINVWGMSISPSCRRRLKLLNPKLHLK                      
>Php_XP_001772676                                                               
MYWKRHCRGIQASSCFPWGTTWPCQAVDVVSMSTTLQFSLHLLNAFRQFQLTVVDFGASGSGGRRIWWSSIRAFREGLGP
VLRAEFPKRKLCGIAFPVDRAIKVKKGIVLMAALGKELPLDILMRIFGFLPVPSLCRLRVVCKQWNALIDSSEFGTLRAL
APQQRFYVLLTPSRCCNSDAGWCVLDVADERFYNLDSSYLVDYAKRENPTGDKSYSLDTVDTSGGLFLVSYRRKDVSQRL
NVLYVCHPVTKTLKQLPRNVNMAHELILPILTVDYSTKTYKVICLGEQMHMYDSRDSEWSELANPPNKADVVCSAVCNNI
VYTVFGERSCHMLLTYNLLEDAWSNEVAELPYNSFVQLVVVSGEVYLVAGSRTSCFCGQEMCLKSFITISKVLTPPRAPE
KIACMPETWHALLYPPHQGWNNCDGIPMFVAVALERAIVFTSASGRFVVYDLTKGLWRSVQIRHQYTRKLAASSTTLNPG
FLL                                                                             
>Php_XP_001772652                                                               
MGQARDRRPDALGDFCVLPDELLCSILAALPPRTVGTLACVSSVFYILCNEEPLWMHICLYQHHGGYLNFEGSWRQSALV
KWNITMLYELTFLNVYLSGFSSMFLYKRWYRCNIALESFACDTGVIERRENLSLDEFRSTYDGKKPVMICDLTKVWPAQK
TWTMPQLADKYGDVSFKVSQAHGKKIKMKLKDYAAYMACQHDEEPLYIFDAKFGESAPEMLEEYSVPPLFSEDLLAVLDK
PVRPPFRWLVAGPARSGASWHVDPALTSAWNSLLSGRKRWALYPPGRVPPAVVVHVDKSDGSVNFDGPTSLQWWLEVYPT
LREEDKPFECTQLPGETISVPSGWWHCVLNIDDSIAVTQNYVNSTNLELVCLDMAPGFYHRSIARAGHLAMQERPEKPAK
PITIDQGLDANCMIYRNLCKSEAGELLIENLERDLYDADSRLSCVDVDNLATHTEKESNHFTSSTSKGGYLDRNVLRDWL
RRLWILRPDLRSRLWKCACLTVDVESWLQRVIAICKTHDLPVPVDEEQLPVGNGSNPLRFYSLLNKTDSKLKDAIPSLVA
SGIVSPDGKDYKVQPWDGYDDRFTVNETQHIGKKRHRNISEFDKSRCRIKCSETEFVRVSIDDNNEVCEYPEKESTEMDD
DAIFWPYIVHKRCDGTNMDSVMHKMTIEDYAALASFLGERVRHLHSLPLPSTLPTTWAQKSSRSKLEEVLGDIPNAWDHF
VGLMRQQRANASERFEDWESLPPKLFEQLDTYLPEDPAVLVGLQKVQDGVATSAWSPVWLHMDIMTDNIQMIPYSVDDYV
PGSVNLMMQARYILDFGDVTLGDPLYEFLAMHVSVFKLEPLLLKIALKSYGLPLSIPNTTSNGSNKDFTRTSYRAMCYCL
LHEHDAMSAIFRQRKDCRNADSLEELEEKLLGFLNEWNPEAPWKLDSVFD                              
>Php_XP_001772624                                                               
MSLPDFCWNTNFTVSVHKLVAQNPSQSGIPTWSSSVVEHDFPAKIHETLNHRVTNESHGTALTNNLRNGSLTEMGCCKAD
GSQSWWCSRFVPCAPMVDVSVQRRLQRHLILNFQCLSRMSRGDHKPTDVKRNDIASTRRCERGQKLALSAGFDADTFPIA
KLRREREKRLRSEQLRAMISPFSRFATFVSSNDADEFVAAAVGRMIGPLFCRYPISSTTKTQPRLARDAAHHHAAVVGGC
SPIGDSAIPFLQVGRVPCLLQNLPSCIFNCVALLLGGFRRSLLVGIEVCWVVCGSQEAPWSFEFRRDPLFMKGRKKQVEA
NAFAEFYEYAHRGRRFPYEHCLIWRCFLALEGGAALLQGEVVDFTFNCLINEGQRSRIGPIFCCNMGAGRREVGNEKGKQ
VMLPTSEAENGLEKYLILDEGCTQTTHTSCPAVVIPAEIVERILSLLPPPVIFKFRCVCKAWNKLLSSPSFLKTCRPEPL
CRPIFFFFTDDWNRRVAAYRFESKKWFKFPFSCVPHLTDVRASAGNLVLCGNLVAKADGFVEDGYVVCNPISKLWIQLPQ
PPSQHKSATSPVMAMKHLGDPSSSSFHVTQSITVEDDRHLGGNSHFTLLQVYSSDTKQWISAGRIWHTVLISMVWCNDIL
YCLNSLRHLFFSTTLDSLHWQSVQLPIVKEPSMLLEWNGRVILLSFRVFSNKLRVWMLDTQIPYSWIHLGQTRAIAELGS
PVVCGDVIVFISKRDVEAKVDLVTFNLRDKRWRAIERCPFIERTGDNAVKLIPHVARQWDLDVQWFCSSCKHAIQRVLNS
TIEGLMSALVYESKLDSMVGKTAEKDWPL                                                   
>Php_XP_001772602                                                               
MPLKSLIREFQEMKGGRGGISRRSFELKFPHHHKGRSSGMVLDESQLRVEAVVKQSCWANMPPELLRDVIQRVEASESAW
PGRKHVVACAAVCSSWREITKELVRTPEQSGRLTFPIALKQPGPRESTVQCFIKRDRTSSTYQLYLGLPPSLVENGKFLL
AAKKFRRPTRTDYIISLNHDDMSRGGTAYVGKLRSNFLGTKFTIYDSQPSHNGVAASNRGAWRMGTKQLSSRVHSGSYNV
AHIAYELNVLGTRGPRRMQCTLHSIPACAMESGGSAPTPTELAAGSLEEVHVPYSSIMSSPRSKAAVVDSSALESSEFVS
GLLNKEEPLVLRNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLVAATSVKAVSAAATTSSSSADHDKVLLQFGKIGKDMF
TMDYRYPLSAFQAFAICLSSFDTKLACE                                                    
>Php_XP_001772375                                                               
MGGVVGMRSRSFDFERWLIQLQFCDEPGVDGDNLKWPVERITSSELLDDTLMGAVASTSEDIQMVAMDESVWKSLPEDLM
ERVLAWLPIHSLFRMRCVCKQWNSILFSERFVARYTQVSPQKPWIIMYTAGRVSSAYDSSLKKWHDLAIPAMSPEKCVLA
ASEGLLCYGNEFFPWPNLFVCNPMTKFWQHLPPMRFIKTIHVVGMVNDRASKSYKILVAGLFFDEAHNGRLATEIFCSQT
NAWAVGGKPWPIMAAAWKLGAGYAVWSMGSFYCITFSPFGVIAYDIERNLWDEVHVRMPACIVSPSLVECQGRLLMVGGC
EEGNFLGIRIWELERIKMVWVEIERMPRKLRREFVEMLRPSRHFFGFGNGNIICLTISESSPAAVFDLEDRTWKWLPGCP
RLPDINNWQLRGISFEPQLDSFSQSSWGKDIPSSKNPTLDNSSPERKAPTLLSDMTVGADHS                  
>Php_XP_001772359                                                               
MLNTLSFLVEWVTSQFKDYFPSWGEVGLCRKGLEANRTGNSIAEGPFTRNEVSRITTDEKDRSNNGALVVKEVAMDIGNV



EDTLSYGNVSYEISEDPFCVSDDGKCTQYQHPSKHFGTEAATTMPNETISTVVVPSGMMPLRELDEEVFSHIEPMHELIK
LRLVSRTWKEAISSRSFFEKRLRVLGRTTEGTFGPSFFTTDDSGDWHWLGFNRDLNKWVTLPSLNFARNLLPSLDPDIFK
DHMVAAADGLLCINVANSPSPQKLVICNPLTQKVKALPPMNFPRQPVLMHLQSVDKVHYKVVVAGSAAIGTEELSLITEE
YSSRTGTWTRPSNSDLRCARFGLNEYHNGATYKAGDKEYLLCVAILSSGMRGILVYDLELHTWFQDASSQSEIPLVMVGD
TETDAAVNLATTQLVECAGKVYVFTEQEVGRDVFLCIHEFQWTGSMALWSEVMKRKRLAGRGLSSYPENTCVALSEHELC
LFNTVEHTMELVDVRNSPARLLPLNVPSPLFASPSSSSSFCFPTGRCRFHTLNPINFTFQPTFGRHV             
>Php_XP_001772323                                                               
MESSRSFWKRFWKGSSHRRNMMNRWMTRRNRKEKGTTTAIGTVLQKEKLPLEAVERILSQLPLPALVRTCCVCKQWHALI
SSPRFLHARAEIPSVANTPYFPVVFSRSYGRKCCAFDFSTHQWQRLAPLNFVPYRVTYVAGAGGLFCLRNCFELLVVCNP
ITRQWKNLPRSTGQLCASHSLIHMVLDVPSTSYKIITISGSCKTEIYDRSSQKWDITSNNLPPGVTSIRGRTAAFCNGFL
YCIVDEGMGSKLSGIIAYDLQLAMWSSMLIVLPSGFGEARSSNSLQPGSLAASLIECRGHVMLVAEKMQLGATLVSIFEL
QLTNITWIEVATLPHDPASPFESFKHGLRCDGVVVHGNVICLTSQSGDMAALDVSTLTWTRLPDCPLVLGKNADIDIAVF
PFLPSLDAPV                                                                      
>Php_XP_001772114                                                               
MAFGSQEGWKAEDGAADDAWNDNTPVPVPVSVPAKVSSSTPVVLNKLSYCKVVKADTLANKNSQVLEADSDHCHFLELPP
VLILEIFTHLDARALCLLSCTCVLFRRLASDSHGWKNFYCERWGLPAIPSTGVLGISTPGKSWRELYMAREERCKVLMGR
FQTDMLLGHTEPVRCIRLLPVANLIITAGYDQVVRVWNLEEGLPLVCSRPLGETLRAIGVDMELLAVAGSDAVIRLWRAI
PECPQLFDVAGIWGGPNSKGAEICLYGHNGPITCLGLDAANIYSGSWDMSIRVWDRVTLLCVSQLLHNDWVWALVPRGRR
LLSTAGSHVYSWDIETGQHRMREGVHLGQAYAVQGSYSGHFIFTGGEDGAVRMFDDRFSRRHNNGYKTNTLEPIAVWMPH
RGAIHSLAFEDPWLVAASADGSVAIMDVRQIMDKASGSGKRLPSSSTRSRTTSSSQIVGKAGEEAVQRFLPGLHHCSFSV
DIGADRVVSGGDEKTVRIWDFSQAIEIERSIQASRRSRPRRRSKKAVAPVVEQLAKLETRGVITSRPEVASTSTKVVGHQ
AASRWVTLGRIRKSQTVGAL                                                            
>Php_XP_001771648                                                               
MNPAIVTKFLEKHFSIQLTRQSSKKKCLSVLDETLDLIFSYLDPEDRASASLVCKHWHRVDGETREQVSVSNCYSVSPSA
LSKRFPNIEKFKIKGKPRAVEFNLLVDDWGGYASAWVEEIVRAYPRLHTLHFRRMDVSDDDLKILAQGCGSALQVLKLDK
CSGFSTLGLQHIARSCRSLKTLYLEESDIEDEGHEWLLDLGRNVPGLERLNLASTGIEEGDVNDVLVVLMQNCKSLNSLK
VGEMTLENFKEIMKYSTTPLLELGNGCYSMRNGVREELTFDAAFIPWVSRLKVLDLKFMNLNAAGHCQLLACCPLLEELE
ARIEILDEGLEVVGKTCKYLKRIRIDDQDSPGFITHRGLTAIAKGCRELEFLVMYMRDVTNSSLEAVGRYSENLNDFRIV
LLKTLAHPEDLPLDKGVCSLLQGCPKLTRFSVYLRPGGLSDIGLSYIGKYGGRLKWILLGCSGESDQGLLDLAYGCQNLR
RLELRGCPFSDAALAQGMMNMAKMKYLWVQGIGATEMLGRYLVGSHPCLHVEWMPSEQQLLAYYSLASHRTDTPPTVEIL
SQSRFDYDSEIFGDYDEECVGNLESGVFDGEYGEGPDVGDFDGEYGHGTNWDF                           
>Php_XP_001771419                                                               
MSRQVRHFQPRLSRFRKSELIAEGHRVAKLPGQCTWMSSPKNSEAALEPEAKRRKLSLKGAMSLDPALWRLLPDELLEKV
VAYMPFPGLFRCRAVNKRLKEFVFSDKFQEARASVPSWDALSPKSNYLLVFAIIMKHKMCTAFDPAAKRWLCMPPMRGLD
PRAKDCIAGDGGLLCFRDVNARGIVTLFVYNPVTATCRELPSMQIGNCMFQHTWLCTHMIANTFTSSYKLLVLTKSATTR
IAAKLSIYDSLTQKWKTDTSLPPIQRKYKLRFFPQVGTHCDNFFYFAATEGIGRGNVVGLVVYDVYEGVFRSKLLYRCEP
RAQGSSIEVQIANCNGAMHMVVREDDDKGTKGISLCRLYPSSEYKVEEAVLFESFFTKWASVFPTFRLTCSGRCVRLSLA
DNRPSASGKGIGSVTDSSQAELVSIGNSEALVLEFFSSYSRKGLV                                   
>Php_XP_001771339                                                               
KHGGGLSMSGVRGRGRATSLIPGLPNDLALQCLARVPRRHHLSLRCVCKEWRNMIASEYYYSLRKRLKLTEGWIYAFSRD
YFECLHWHVLDPVTRLWKELPSMPGDCLRRYGVTCSVVERELYVMGGGGKFHVPSPEVYKYDPVKNEWTEAAAMETARCY
FVSGALNGRLYAVGGMGVTSSALTSWEVFNPETNEWFFREDPNVVSDLGESLVMDGKIYVRHVSACPGYMGSYAAVFDPV
ESSWAAVDNDMMKKWCGPTAVTGNDVYMLDQSFGIKLMVLDKESGEWGRIGRFSPHSIRLPCRLAAIEKNLYVVGRGLKT
LVLNTEKTGIVSGGMLVASTINGLPDSEDVVLSCHVIEL                                         
>Php_XP_001771328                                                               
MPGNVSNLIERRIVALVSPSEVLAQGFVKRIFIDWININLTNLSLNTTPTELKRNQVWMDPDLWGALPESLLELILTHLP
LPNLLQMRAVCRKWNSLVQTPRFLDAQRCTSTQCQSYVLTVSEPAFSAFSFYQKGPELHYLRSSSLYCQVSRTWFNLSLD
FLPFADLYVTSVGGGLVCFVAYKGKANRTNREVVIGIANPASRTWRLLPSWGDNTPCRNLPNFVAMVVDNFTRKYRVVAV
DYDRITTYMYNSAHMSWTKSKDVPTQHNFPYYDRTPTQAVMTSDGSKLVCTTQCKTGISVYDMDTGLWDSYHVFLPGMHS
NVHLVQHRGRILLISRIMKAKYEGSERLQISELDRKGLRVTKALDEVPLGPSKQFLDHFKVCDLVGPDDSQQGLCFVSVT
TGERWVYDLEGRFWRIMPSWPRVRSKSMAAYGGFSIQLRVDIQP                                    
>Php_XP_001770803                                                               
MSDEPCPMWNKLSSELQDRVLAFLPVLALVNLRTVCKRWATLPSSQSFKILCMLVSPQPSYLLVCRRAHTFCAAYDQSLN
LWYDLNLRFLDQMCLPYLECPNGEVYHSVEAASGGLFFIWSHKSDGEPSLYSVCNPVTRTWRKLPSLPYHIVPLAVAMVT
DRLTWKYKIFVAADSSPETLLSPMAMQAQSSPLTHLIISYPTIKLLCITQLIPYGAPISSAHIPSNVCIAMLLKFVLITR
AELSGLRFIHTVLAEAQAHASTPRHCLVLGHLQRNHVDIQVPYSLSMTLLVNCGETLYLVGEVRGHTPRCISIWQFNMTA
RTCSEISQIPHPLFEDHASDETYRMWSAIGHRNGIAFKNGVVRTLLYDVNQRTANWLPDCRGNFEYDNGYSVYGYSTPLN
FEAENFQTYKSDAGMRMKTALSEGKSTDMSRNGDEADIVVKILRTQVLVVPTCNQNS                       
>Php_XP_001770753                                                               
MDPELWSKLPQKILLDVLARLPHNCIARCREVCKIWKELLVMKHFTDRIVSVRKSHTPFLLVCVKRYQAIMAYNPSMKEW
REIFIWKKSPNFQIHCLRAAGGGLLCFKGNLGKRKNVEDGDTRLLVVNPITKLWRILPSLPPGIRASGCVNVIVLENEPN
QFKILFMQIHRDPHAQRRLVGTLYDSAADMWITYCEDTTLESIYRSVYVNGSMHYIGSERVHENGAIVSRRQGVSFDMYS



KVFSRFEAPLISEVGAKKFMELHGRLSLVTFSTVATFSPSVQQFDEQTGTWVDAQLLPAGVGLGVQGYVPLGQGSYLYFA
DPHRQSKTVVCYDLLNRQRFLIEDAFPDLRFE                                                
>Php_XP_001770485                                                               
MGIFLSSARSPEHETSIANSDSTKRQRMSVENEQQPAIIPGLPEEIALQILARVTRGNHPLLRCVCKSWYRILSTSEIFN
LRKELGVMEEWLYVLMKDEEDHLGWHVLDPVEGKWRKLPPMPEIANIAKKTDAPETSWGWRIPLGPLRMMRLTGLFGGWF
QRKGFLDKTPFCGCSAGAINGSLYVLGGFSWASAMRAVWRYDSRTNTWASSAGMEVARAYCKTGVVDNKLYAIGGVDRGR
GGLTPLQSAEVYDPETDSWSQVAPMPFRRAQVIPTAFLADMLKPIATGMASYNGKLCVPQSLYSWPFFVDVGGEIFDPAT
DTWAEMPNGMGEDWPARQAGTKLSVVVGGKLYALDPTSSMDGSKIKVYDSEQDVWKVVLKKVPILLDLSDSESPYLLAGF
DGKLHVITKDINDNVTVLRAELGDNSQSQNAKESVCGWKTISSASFGPVELVACQVLDL                     
>Php_XP_001770458                                                               
MAASLTIEGPELRSPVLAVLAAGWPVLRGEGGGGGLPAWMPRTWMKRMRASSKQQQEQQPACLPVVRASERTSQQQSGKP
PPRLAWFAARREPCMQQQLQHGKKSTNSLSLGCVAATARGSSFVDGLLVTGVDCFHVLVSVSVDSNFPRWLSVLLEEEEK
EGEEMEGMGGRGCGGRFVMSGGNSRVFGGQRWWYRSRVGRGMRCVSTLDGKQIKKQKGTILQEFFQLLGEEMPSVAAAAL
NQDPENAAMVMNDGEDESSSSNATVSLDSKIWNKLPPELLEKIHLCLPLISLVRFRSVCKAWDRSVFDEGFIQARKQSVS
QKPWIIVTTTALSMSMFDTGECDETWIDIPIPFNASKVHVVAAAGGLLCFSNAWFQWPGMYVGNPVTNRWRHLPPMNTFL
IITVGMVYFDDTQTFKVFVCGRREDDNLITEVYDSVEDSWTPGGLPAASRKYGGDTLVWRDGVFYCLTFPYSTLNLIAYD
LAKGIWFDVPVYMPSAIMSPNVVACHDKLLLIYAMEAEEGHFVIRVSELDFDIYEWVEVERMPPQMCREFENLMVQTKPL
CCFSTGDLIFFTISSNTTYYPGAVFDLKNRVWTWWPSAGFPPHLPEVNMGRTIGLSFEPRLHALV               
>Php_XP_001770406                                                               
MVQPRLSGDASKYWLRSRSARKNGGENLVFVDHIQNIFNGSLARSSAKKEEGTSAAAIPTTTSTNQYSLSGSSTAPTIRK
STRLFEKRVALLPGRHRVGPQYWLRPRLRGGKRSLLVSVKSLYLSEQQDLKDGDKKIKPCSGCCQPTPHSRKSARLIEKH
AASLIGCRAGRAHKRRRKGSQFKRKKKRVCWLYLGAPWLGGCHNLKMPLHERRTGLRVDSDSGCKGLVVDAVNSSSEKFR
DPASRPVLQRLTDLGQDDLLHSILEKLPPANLLKASRVCRSWASLCEPALRLQCQRHGWSLPRLPRGATPAFPWRAEWGT
ELTQLLSSHGHGDIVIIQWRSLYYRHACRACGEVGEFLVRKTLNSNVQFLLCGRCIRLGGVQSKLAQYSIDLCGVTGKLR
GPTNSTPGSRPT                                                                    
>Php_XP_001770303                                                               
MSGLHIDEAIQINGDSSQSVTNKHAQGEVIVLIPGLPNDLALQCLARVPRRHHLNLRCVCKEWRNMIASEYYYSLRKRLE
VTEGWIYAFSRDYFECLHWHVLDPVTRLWKELPSMPVDCLRRYGVTCSVVQRELYVMGGGGGGNFHVPTPEVYKFDPVKN
EWTEAAAMETARCYIVSGALNGRLYAVGGMGVTSSALRSWEVFNPQTNERLFREDPNVVPDLGESLVMDGKIYVRHASAR
SGYMGSYAAVFDPVESSWAAVDNEMVKKWCGPTAVTGNDVYMLDQSFGIKLMVLDKESGEWDRIGRFSPLSIRLPCRLAA
IEKNLYVVGRGLKTLVLNTDKASTTSGGILVASTINGLPDSEDVILSCHVIEL                           
>Php_XP_001770279                                                               
MSGLIEGLPDMVTLQCLARLPLSQYRSLQLVCKSWHAAVRSSELVHFRKALCTQEEWLFVCGHTPKKVWEAYDPLANKWS
LLPVLPTSIINLEGYGAVGCNGKLYVIGGTSDYVDPCTGEREPLSPSLDGWVFDPILWKWSAIAPMPTPRLHFACMSYEG
KIVVVGGWNSREKPVFDAEVYNVELNKWQNFPRLNEGPSPVTFGIVLDGKMHVFHKSEKLSQVYESANQSWIVEECNWAG
GAMAVVKGEPYVVRHGVVSREHHSQPHRSSPLCSWPECLNRKCFAVAGLGPDLYVVGGVIRPRLSSSEISYLHDVDICTV
EGETEDLVWRKGAPIPLPLSSAENQICATVIL                                                
>Php_XP_001770251                                                               
MVSGGGEMNLGDDCMEMDSVSGAYSASTDLARSLASLSVVKQERGGEQHREKSTLNAHHPYAGRMDVAEALDEALWSNLP
EHLHDIILAFLPLPSFFRLRCVCKRWNEIVNSKNFLSICSRVPSQGSLFLMFADMLQQKCAAYDPTSQRWHMLPPSYFLP
CPYFESIVVVATAGGLLCLEGRTGSQNRYLSVSNPMTRTQRKLPPMLHMKSPYVVGMVMDREHRSYKILVVQDGESLTSQ
VYDSRSNSWYLTSSLPSRVALITGTAFINGYLYSMSFGATTGVLAFDVNKGTWDQVKVKMPLALICPQLIGHRGQLLMVG
GVEEYGSLRSVRLWRLDITRSEWVEFQCMPETLFNRLFNRDSRDRCIATTLSKGLISAEFVWFWHSGLLTKSRRHQFLCF
SHGDYVCFTESSSREMLMYDMYRNAWWWLPKPEGLRLEGSEEQFKRSFWDVAIRTLPHLLHIR                 
>Php_XP_001770229                                                               
MPGININLANPSLSTSLIELNQQQLWMDPDLWGTLPEPLIELILAYLPLPKLLQMRSLCRKWNCLLQSPNFLDAQRRTAA
QCHFYVVTVSEPAFSAFSYYQKGPELHYLRSSSLYCHTSQTWFNLSLNFLPFSDLYVTSVGGGLICFVAYMGKSNVTTRE
VVIGIANPATRTWRLLPRWEDNTVCRNLPNFVAMVVDNFTRQYRVVAIDYDKTCTYMYSSVSMSWAESKDVPTQHNFPYY
DRTPSQAVVTSTNKLVCTTQCKSGVSIYDMDTGLWDSYEVHLPGMHSNVHLVQHRGRILMISRIMKAKYEGSDRVQISEL
ERKDLRVTKALDEVPVGPSKHFLDHFKVCDIVGPNDDSQHGMCFVSVITGERWVYDLEGRFWRIMPSWPRARSKSMAAYG
GFSIQLRVDIQP                                                                    
>Php_XP_001770152                                                               
MEHFARGKVKMKAETKTRKAEQSPWGSGAADVLLLVFVRLPAASLARASAVCTAWHNVVTNCPFVWEKALEEQRKELKLK
LSQSDVKLVSELDFRTRAATMYQRAHLVHGKMYCRWWKAHPSRADCCHMSMNTIVSGSTDQTVRVWCASSLHCLEEYKVS
KPKSPVVDLEFDANKIIAAAGAEVWVWNRNRGGRVTHQMGGHGCRLYCLSCTESDVSVGCADGAARIFDLYSGRCSRILR
CHSAAVSSLCVQEEMSVLATGSRDGSVQICDTSTGEIVARLLRPSPMREVECLQWGRNGHFLFAGTSVGRLCCWDIRAYL
NLQLVYLQFLTCVAALKKIFSFVRRKQAILWQKEHDRSVMKSLHLQEYGLETLVTGSMNGIVRVWDSSSGNCLVSIRPCD
NSDTGSVSRWSETAVPQGGISNSSSVMSPLKQVPILIMFQLQRILLLHHEMSRCFNSRQIDTWQYGIPDFSGQRIVELAG
RESLSTRRWVHSYNASSIRLL                                                           
>Php_XP_001770045                                                               
MLATDHFDRLPDSLLLVIFNKVADIKVLGRCCAVSKRFHSLAPLVDNVVVKVDCVISGEENGLNARGRGIISHFVRFVVG
TLVKPLQALTHLLGPKKTILAEVSHHSPSEVLKNFKEIQNLRIELPGGELGIEDGVLLKWRAEFGSTLESCVILGAASLG



VRPWFLNGRDDGASQVAAEDNSETPSNLVDESGTIPESFYTDGGLKVRVVWTISSLIAASARHYLLQQIISDHPTLESLV
LTDADGQGMLCMNKEQLREFRDKPLAASASSNRTQVPALNMKLWYAPYLELPEGTGLKGATLVAIRPSEQSARKEAENFV
SGAFEEPFKTATNLLVKRRTYLLEMNSF                                                    
>Php_XP_001769988                                                               
MSTLRPKKRRKGRNELGVMAGPKGEEIGEDTAITNSLGDDTLLNILQRIQSRVLLSVVSLVCRRWRRLCQENLVHDLTPP
LFSVRDKPWGSVTDLQLMELAKKHASTIESIELRGLKQLTGDDIQGMFSKLTRLQHLTIASDPPLISSNLQNLVHHLPGN
LVTLDLHTTGCSTAVHSTPSSRTLPPSITDDFVGTVCQRCPKLERLILDADSLISETCFDKLLHTWSSLTLLHISSPALG
WSSVLHLFQSCQCLQDLSLCSSNLAVPPKIAADKAGYSIGVEVAEMYSKQTLSALMPPSLVSIRLYLSLHASVHWDLLPA
QDLMKYKGHQIRHLHAQTSFQGSWYYISEWCINLKSLDLSHGHQHNYKLSEREEIVLCRLVKHLEQLEQLALPAANDRIL
TEIGRHCSKLVRLFFQGWRMRRAGPLSKQLGVTDWGVIALAEGCPELRVLSLGGCCKITISSIRALVFHCTKIEVLELNG
CTALTDNAIVLLFQRLGSSLLFLDLLACSKLTSGVMQSVLQHVQAHGTSLRVLTIPNSVKGQSASKSAISQLNKVAPTLS
IRGNNNGLHWDGFYHCPPWSYRS                                                         
>Php_XP_001769138                                                               
MVAIAIINKLNGSLVQLMMESTHQHQGTCCNPRNPIHEAGEELLPVLWSSLPTELLERVLAFLPFPNLFRLRTVCKRWNS
LPHCSYFRQIRASAPNQWGACLPVLFCKDAAIDAEDEGWNSDSWSAYDTASCRWLRLPPLTCLDARHPKYLVVGSGGLLC
IGDFDSTENLVVCNPVTRCLRELPLTIKQWAEPDVTAMAINKRTGGYKLVLAGNRHFKPGSPGYRNTEIYDSSSKAWETV
GDIPVNLELHSQEGALCNNSLYCLARDKKHGIWDILVAFDLGSRKWSTVCYNIPYGSRTPHVIGSHDRILAVAEHNRVTE
TTDDCVYLFEYDLKSTKWVKLSQLPNDMYHRIGKRVIACTVDGNYICVTGCAGKQWCSAMYRLSLNKWEQVPVFPHDESK
GRECELLLSSSPFRPSLGSV                                                            
>Php_XP_001768824                                                               
EGGLDQLPLNCLGTILSFLTPREVEIAAYVCRSFREASKWNFVWEKMLPPRYEQLAALDPAFDATRFRDLREFYFHLCQF
SLFANSTKGFWLDRNTGGACLGIGARGLDITWGNDLRYWKLTTKEDSFRFPEVAQLESVCWFEVKGEIQCSLPPGDYTLS
WRLFLVEAYSWESEPVHFTLSKDGLQHIESKCYLTELPGEVPGFRVPTKRQLDDGWVEYDVGEFTVGSDEKNCAVRFAMV
AIEKLYWKYGICLDGAVIRPTNLKAATRV                                                   
>Php_XP_001768797                                                               
MLHWSSFEAHREGFLFLPTSRVGTISRHHQLTLISQKICQFTMEDDSMDSAPSSSDFSTNNVYNARLEDILRGFAKDPKA
LAHKLGDFTVRTLVGMNEEEYQKLFELLRSDLSVADFFAIKVAVREAKKRFNAESTSPRSAHSTPRAGSASGVTRPTVDI
ASSSRVDVERPLPRLPEHVIHMVLARLPVPSFLRMRAVCKDWWHLMYATSFLEICSKRSSERSCFVFYERGKMVANGEGA
IYIPSSNKWLKLSLSFLPCNLKEPVLVTGGGGLLCFVCNKSESGSVIVVCNPVTKSWRELPPLDVEDPEDFMWYLAMVSI
VVDEHSNSYKVILVSQTSYEPYNASWRTLVYSSLTKDWSRPHSHYLGADVHNDTCEMWTPVECNGVLFENFGTEYVWTYD
LLRGTWRHIELPIPSDSAEERGLVEIHGHLFRVLQTEDDDMKNIQIWELNPTDLSCLNVEFMPVELAVTFLDVSFTVLGI
HSIAGNDALCFLSLKGQSALLYDLSERSWNWMPKFPLFKGSNSCCLNLRLDISA                          
>Php_XP_001768285                                                               
MHRGGGNRWPVSASDLVAFMIPDASGIPFPRGTREANRVSRRGGKLSRLGGDRCLNPPTSQDCFFISRLAGWLAEWALIC
YGTEIEKVCLKYDFEPVRVPLDTVFGFAVFLPCGVESSLFLKAYGDAWSAAQGGRGCYQPCGKRFVLRVGVDLRLLVLEH
VHAHILNSFRCKCENISGFRMAGMWITRLGIKGHEVNNQAKGEVLPGQTILRREIWSSLPDDVLDRVIARLPLQYLIRMQ
SVCKKWKIKLRTSSFIRLCEAESETAPAEWFLTFGQQKVGTVCFAYDVQLSKWYSLPLGFLPFDLNTKAPLAAADGLICL
GAGWNATARGVMPTKLIICNPLSRFWRDVPSPPQLDPATSLVSVAGLVVDRFAGTYKLIVIGEVRREDSSSSREYKVLVA
YIFDSVSQDWKSYEAELDPLDSFTSFLASHFRTLVGHSIRAVLCSAVCEGVLYCLTARPYQLHAFNVVNEEWNRLKISLP
AEISGPSLVARPGHLFLVGAYRHNQHDKSNNIGIWELDEDTRRWNVVDILLEAMCSGRRSPPKSPPRSFRRDDNDDVILF
VKWATRFLAYNVSKKSWVWLPPCVPTAPGAAPVSQPYHNGYVFTPSLLLPLELQCACLTVHQEQGNSLENNSTPFGTEAL
CFQFGMFSTSSIGGASEGKGLDVYSSILLVLTIFFCNWQLVWAFFNAVRGAVLIDLILYSQLRDKQGVCQPIQQHD    
>Php_XP_001768253                                                               
MPLKSLIREFQEMKGGIGNISRRSFELKFPHHHRGRSSGMVLDESQLRPERVVEQSCWANMPPELLRDVIQRVEVSESTW
PSRKHVVACAAVCSSWREITKELVRTPEQSGRLTFPIALKQPGPRENTVQCFIKRDRTTSTYQLFLGLPPSLIENGKFLL
AARKFRRATSTDYIISLNQEDMSRGSNTYVGKLRSNFLGTKFTIYDSQPPHNRGVASNRSSRRIGSKQLTSRVHAGSYNV
AHIAYELNVLGTRGPRRMQCMLHTIPMSAMESGGSAPTPTEFTASTLEDTHVAYSGILSSPRSRAAVVDSSTLDCDFVSG
PLTKDAPLILKNKAPRWHEQLQCWCLNFRGRVTVASVKNFQLVAATDLPPTNSQNDHDKVLLQFGKIGKDMFTMDYRYPL
SAFQAFAICLSSFDTKLACE                                                            
>Php_XP_001768030                                                               
MAYGDVSVVSMMPELTNSIDDDSGSSPWTSLPTDIVEHALALLPFPYIFQVRSICKKWNSLIFCSQFQEASLRCPVPWGQ
FYSPRIGWKGGASPLVTWQSYNLSEGKWVSMPQFEFPTFARKFSWNLIAANGGLFCFGASDARRLLVCNPMTKRWKELLP
VSLDSKAPIISHMIVDEQRNSYDILFLGNAAYKQPDARCRMVDLYDSVTDTWNAAEMLPADLILKSGAYCSGEFYCLTRH
FLTGRYTIVILDLTMLRWRDNNIRIPEGFENYPYIVACSGQVHLVSGSSEATDTMPMASIGIFRLDPNLSSWEKVSEYSN
FQFLRSTGAIYGCGAHGSKIYVVTYAYDMWIAVYNISTGIWEEPIKGNFYDMKDIFETKFSFQPNLRVAP          
>Php_XP_001767971                                                               
MLTTSTLTTRRCANEVCAGEDRSLSSTLDSRCKLLHITLEMADKNATGDSKCFEGTKEWPSFLQLASILRDRLDELISGT
REAPGMRSIIEYAAPYLETPENAECSSSTSVVGSITRELKRRVVETESPCGHVCPQHPAMLDPAVWSRLPEELLELTFAR
LPLPNIQRLRCLSKQWDRSLNEKSHFKATCAEVNRKIFALLEENIDDYGRFWIKLYDMYSNRWHVYELILGDDTEPFKTM
SAADGGLVVFASAWKATKKKPLEIVVVNPLTKAMKVLRLTGLKTHQLQMMQIVTNSITGYYKVILVSCLLRKGVIAEVFD
SERDEWISLHWREEPHPSDQFFGIKYSWDLESYQDPDFPDEYFADLDYVGPCVYNYAEEKLNELNDESYPERQAMVVCTG
ALVKDRLFVLHEEKVRLEVSDGGDPGEPLTKYRYCITEYQAQIANPKWVRQRSINCDPFVVHPDGEKYQMRLYACKGLLL



VIAFNDEWIKAGYDEVGWLYDLSAGEWRELPKICKSEDHQIQEFNNLMVELRWDADP                       
>Php_XP_001767934                                                               
MEGIGDGTLEGRGDLMRKLNDDTVIHVLHYLDTMQDIANATGVCRSWRRFVLEGRLWKGLCLKEFPEVKLFEEVAEFVEL
DQPRDLYGAGSSGSSFNANLERDERIYRYLFRELRNEPMSDKTCIREAVSASSTDNNPEESIVQTLYPRPRYSDEQTPSY
WSSTGQRDVNCPETLTYNLLSQLCVVHEVRIRPFQAFFQIGQPIYSAMNVRIRLGYESMSKTDCHSGNSKDYVWTYESPK
FNMEQVDSMQVFKLPRPVVCIGGVLQVELLGRVQTQQMDQLYYICICHVSVVGWPL                        
>Php_XP_001767775                                                               
MATLLPAQRGYDNFQFLETKRPWLNLYGIRVRPVAPVGSTSSKPLLESSLLHCSLPDELLQEVFMRLSPYWLGRAACVCR
KWRYATRMPSLWRNACLKTWQVSGRQENERLCAEKYGGSWRAMWHDRPRLRFDGLYVSRNTYIRTGIAEWKITNPVHLVC
YYRYLRFFPNGKFLYKTTPLRVKEVAKTMQGRAAKLDGLFSGRCMLDGTQVEAAVIYPGSRPTVLRIRLRLRGTIPGAYN
RLDLLSLVTCGVDENLVPNETEDVINIVDGWQENETHNPDIPAVSHRRGMQPFVFVPFEEVDTSVLNLPVDKMDYYVPG 
>Php_XP_001767608                                                               
LVPFLPDDMALQCLLRVPVQSHSRLQNVCRKWRDLVNSRKFYEHRKKEGTTRQCVCLSQAITRDNSESQQRPMFSVSVSN
DRNSWERLPPIPDFDHQSLPLFSRFAAVEGCLVVLGGWDSITMEELRSVYIFSFSSWTWRRSADMPTTRSFFSCGVVQDT
ILVAGGHDTDKNALRTAARYKFQEDIWEILPNMHTERDECASAVLDGNFYVISGYITSAQGEFRRDAEVYDPVLNEWKQL
DNM                                                                             
>Php_XP_001767271                                                               
MSNKRRRNVNVAVDDQEQQQAVVYKKARITSSPTSSAASTCGAPAVPATESGVESDAGRDAHWTSLPDETVLGLFNLLNH
RDRASLASVCKGWQVLGSSPSLWNSLDLRSHSLNSEMVSALAGRCSNLEALKFRRGASASSIVGLQAKGLRELSGDCCSQ
LSDATLSMVVARHANLESLLLGSDCERVTSEALKVIAVCCPKLRRLCVSGVLKVERDAIQALFQHCKGLTELGFLDSHTI
DEGAFGGASSLRFLSVAGCRCIVWSTAAHWWSKLPNLAGLDVSRTDITPTALMQVLAGPELRVVCALNCPVLEEGSNPVT
LPSSKKTVVLARFTDVMEGLDALLSPSNWKEEAGSCARSRCGGRARADSEVAKWTEWMLSHAVLKIAECNAPSLLKQGIA
MMLRLVQSAQEDVQERAASALATFVVVDDENATVDSARAEAVMNGGGIALLLGLAKSCREGVQSEAAKAIANLSVNTEVA
KRVALEGGISILAGLARSRNRWVAEEAAGGLWNLSVGEEHKGAIAGAGAIEALVGLAFKWPAGGEGVLERAAGALANLAA
DDKCSMEVAVAGGVRALVRLARFCNHEGVQEQAARALANLAAHGDSNGNNAAVGREEGALEALVQLTCSNHEGVRQEAAG
ALWNLSFDDRNREAIAAAGGVEALVALAQGCSSGSQGLQERAAGALWGLSVSEANSIAIGREGGVAPLITLAHSDFEDVH
ETAVGALWNLVFNPGNALRMVEEEGVPALVHLCSSSRSKMARFMAALALAYMFDGRMDEVAVGLSSVENNGRTVSLEAAR
KLALRNIDAFVQTFFDPQSLTAAASSWAGATLNQVAETATIQEAGHLRCSVAELGRFVAMLRNGHAVLRSCAAFALLQFT
MPGGRHALHHAVLLQKVGASRVLRTVAAAATAAMQAKVFARVVLRNLEHHQAESNTVVALS                   
>Php_XP_001766999                                                               
IQTGSLGKVPPEIFQNILRFLSPEDLSSCTSVCRFLRGAGSDERLWRKLYCLRWGPFTKPNGRKEPHGSAWKKLYFERDH
ADMAEFVRNTPLEFRELFIQMQIAKRSQAPLKSQVYDDLLMVDTSVADQITAWRRRYSLPDVYVGDHGCSGRSCSYHQIG
DVFLCEKTGRAHVCDDTCKETLLDPSNELLVCTVSGRCFDRWLSPSEENYAEEFVRQQQADANAGADEGEPFLGSGRLGR
AYLLGYNCADERELDAAYRYEYVIKVQSYFHTIVSNFGRFIPDSVVLVVAWRQSPCVDWHVWVLTTLYE           
>Php_XP_001766970                                                               
MDSNRCLWGGLPSEVIERVLSFLPVPDLCRFRTVCKRWNELLCKPNFHDLCELNRKNAYLFVTCYLEYRAFTMVDYNFKE
TTSFLDLEARRWYLIKPGESRATRNDEEMIYVLAVDDGLVCGLAPGKDGEDYSLVVSDVIARTRRELPEWPIACDSDDDL
PIIVTAVDVSSRSYKVFVLNSCELEETGMHVYESCTNEWRALKNPPEALGARNAVSAVALHGILYAIFRQETRGRFVLLH
YNLQEDSWKEVSMSIPRKKRHPQLVVSSNRLFVMMWMGVPCGSCSEQGSQRKFQLLFELREILVTGSGAGRVVARISKTH
LQEIFDEQDKNFDIAYAVPCINSSGACQSIVLMSRLSGVLISYDLVNRSAIVLPAHPLIPSSYQGFSRNPSPYSNPLAIY
YQGKYTNLSLRNLSSRFLE                                                             
>Php_XP_001766925                                                               
MKVVQEDNGHNPAPAGCGLASLSLDQLVAILQFLPVQSLIAFGLTCKRFREIADSDNLWAYICVREWGRRAVQTWPNHGK
ERGGWKMVYRQMLMLKAGSWRKVEQGDVGPAPRASHSLYTVADNLSVYGGGCQGGRHLDDTWVASLPTEISEGIVWHRIN
NGSPPGRFGQSCTVVNDSIVIFGGINDQGVRHCDTWINRGLGSGNLYESPAWELVDVVTSPPPRGAHAGCCGGDRRVVIF
GGIGTEGNRFGDTWVLDLSESPPTWHDVITSASPPARSGHTMTWIGGRKMILFGGRGIRFEVLNDVWLLDMEGAYPQWVE
LRPRELQPLHDRPAPRAGHSATLIFGERILIFGGEDARRSRKGDAWVLDPKAGVQVGCGSSCMPSYPQKPFSEDKLAPRF
WKKLKQLGQLPSRRSFHGACALGSGHSILVFGGMVDGELLPGAATGLGFDAEMHMLQLVPCCT                 
>Php_XP_001766732                                                               
SSIQLDGELWGSLPEDLQDRILAWLPFTAFARASTVCKRWNSVMYSHSFLEMYQRVPSPEPCFLMFEAKDRSMCSVYNPA
SNRWHRIPFTFFHYETKFPCAAAGGLLCFCGVSAYPSLSVCNPLTRRWRELPPMLHKRFPNLVGMVVEPQTRAYKIVVAG
DYYEDNVRTEVYDSTSNTWRITGNHLPIANYTLRNAFCNGFHFWVTRDPYGVIAFNMQHGVWSVVRAPMPSFLTSPHLVG
CQRRLLMVGGLKKRTSPKNIRIWELEQSTMMWVEVVRMPHTLCKHFLKDSRNGDFMCVGHNNLICITSYKCPLALIYDFS
KRSWRWVPSC                                                                      
>Php_XP_001766052                                                               
DQILVILQFLPVQSLIAFGLTCKRFKEIAEGDSLWAFICVREWGSRAVHSWPKHGKERGGWKWVYRQMLMLKAGSWRKVE
QGGVSPAPRASHSLCTVAGNLIVFGGGCQGGRHLDDTWVASLPTEISEGIVWQRSNLGSPSGRFGQSCTVVNDAIVLFGG
INDQGARQCDTWIKSGLSSGNMHDSPVWELVDVVKSPPPRGAHAGCCGGDGRVVIFGGIGTELNRFCDTWVLDLAESPLI
WHEVITPVSPPARSGHTMTWIGGRRMILFGGRGIRFEVLNDVWLLNMEGTFPQWVELRPCEQPLHDRPTPRAGHSATPIF
GGRILIFGGEDARRSRKGDAWVLDPRAGVQVGCESSCMSSYTQKPLIEEKMAPRFWKKLKQLGQLPSRRSFHGACALDSG
HSILVFGGMVDGELLPGVATGLGFDAEMHMLQLV                                              
>Php_XP_001765958                                                               



MGQPRDRRPDALGDFCVLPDETLCSIIASLPPRTVGVLACVSSVFYIFCDEEPLWMDLCLDLYHGGYLDFEGSWRQSALI
KLGYVEKGTRLVKPPMRFDGFSSMFLYKRWYRCNMALESFACDTGVIDRKKNLSLEEFRSKYDGKKPVLITDLTKDWPAQ
KTWNWPQLVDKYGDVGFKVSQAHGSRIKMKLKDYATYMACQHDEEPLYIFDAEFGESAPDMLEEYSIPPVFSEDLLAVLD
KSVRPPFRWLVAGPARSGASWHVDPALTSAWNTLLSGRKRWALYPPGRVPPAVVVHVDLDDGSVNFDGPTSLQWWLEVYP
TLRDEDKPLECTQLPGETISVPSGWWHCVLNIDDSVAVTQNYVNSSNLELVCLDMAPGFYHRGIARAGHLAIQGRQDKPA
ERIKSNEEFCANSVAFLMEQVLIFVRNLCNANASELLGEKLGRDLNDPDGYVSYFDVDYLATHTEKESNHYISSTSKDGY
LDRSELRHWLRQLWKLRPDLHVRLWKCACLAVDAESWLHRVIAICKTHNFSIPVDEEQLPIGNGSNPVYFVGDFVIKLCV
EEGGPWVATDGLRTELQFYSLLNETGSPLKDTIPSLVASGIVLPDGKDYKVEPWNGYEDCSRVVEAHSLAKVSIDDNAKD
AEYNENQITGLNDETVFWPYIVHKRRDGTNMDRVMDMMTEGDYAAAAVFLGEQVRLLHSLPLPSTFEMFLQTGISTGDMD
KKKELHADIPMEWHYFVGLMRQQRAKILERFEIWESLPPKLLEQLETYLPEDPAVLVGLQKVQCGSPRRVRPPVWLHMDI
MADNIQMIPYSEDKQIPGLFDLSQLACVNKEIRNCRAMQPRYILDFGDVTLGDPLYEFLAMHVSVFKMEPLFMKIALMAY
GLPLTIPNSTWNDSRKDYTRPSYRAMCYCLLHEHDAMGEILKEREDCRNVDSLEEMEEMLWGVLNEWNPEAPWKFDDVSE
>Php_XP_001765836                                                               
MPAAPHCGLGFATKKSLSPNQTVASFTLSACNWSCMMKELELRFILMSSKLLGSGLGFVQGGSDEWHRLESDSCRMPEEL
DAKVWSDLPAEILEHVLRRLPFSTLCKFRTVCKHWNKLPTVCAEEPFLLGIPCNWSWSDRVTCLRYSPIANKWDIIDLSF
LPALMSPPHVLRSYTPHIERFCSDGGLLCLWGKLVAREMLLYPFDDGDSYEMLVCNPLTKNFRALPPLNCLYQSSIDLVM
QADSSGKYKIFAVALVYTGERGIRLRHYMYESVSNSWELLLDLKRDCSDVSLLRYCSIIFKDVYYCVSGGDRQQYELHAY
DIKQEDWVTVGVKMKLDPKTSQVFFVTRGPDLLLMACILEGKWRISITKVDLDITVETIDPHCQISLPPTFTWKGGVGFE
YLDSIILASKLKDGFMGVDLLSLSADLQEVRSITPLYVVPTSERYRCMIVAKASFDMRATVHLAPNEDLDLW        
>Php_XP_001765220                                                               
MASSPEQNESVSTSDVWSMLPKDIAMRVLARLSVPQLFRARTVCKQWNLLTSSPEFLNLFSGQSHEPYFPIMTSRSFMAR
CPDQQYNPEQAVNSLFNGFFGYNHTTETWQRLPPLDFLPRQGLMLVAAAEGILCFQDRLQGIGVSSIVSLHPNCSRIFQL
QLYAGRLCTVGHVSILKLEALTSNTPIECSGVSEHSKSEGVSKEWTEVTSLSEELLLDLQKGWLENDDVGDIVCVRHGTR
ICLSASVDFMIEYDVVTGDWSKLPICYQLLNVGANISVEYHRFPAQLSLTTLD                           
>Php_XP_001765132                                                               
MKSGLRRKVVRREHESSTRRSRFESSDGRWSILTDDLLEIVFTHIPLHDLLVMRSVCKRWQRITCTASFISLYSRTGPKS
QWFLMFPEGESQRYAAFNPQLDSWHELDCNFLPVNVVCVAAAGGLLCYAHTSLHNQHTSTQDWKCLFVCNPITRTFRKLP
YSTKQRLKKRSAQMVVEQGTGAYKVIVAIGINSMLLGYDSLEVYDSRTNSWSVKNLIPEGYCEPWVTYNSTFFEGSVYFS
LTKDGYLGSYTVDRLEWSMTSQNIFPTYTKPRPTQLFVSQGRLCCLVGREERCGNARVLSLMILEFDKSKLPGWSLVSRV
PPLFGEYPGAVRAMGHIDSSLICVTSTRCPRVLLFNRSENSWTRISNFPDYGHLPKCGPNSAFPFEPRLLASLYWKL   
>Php_XP_001764956                                                               
MVRVIQEGKRFLIFLLANKQNGRVVVQFSHYQNTLPPRNCMNASTLCFLRDNLSCNVLLSVVMILNIQTQLEDSPSRHLY
DCLESEVKDLDENFCDEEDPAHLIRRRTLNSMSLISASGVDNGRTWNSLPPELQDLVLARLDLTDLYKVVRVCKSFREVI
YRESFRQARARLRPVECPLGPTLFCVEKNRWHLWGFDWKNHSWLKLPPFTDSIPAPDPKLFKDFLIAGHHGLICANMGKA
SEPEKLYIFNPLTGEAQQLPPLHHPRHPVVISLQVTTPGRADFRVIAVGSAAVGTGYLSRKTEVYCSVKRRWEVAGDVPG
EDFSINEYQTGLYCKTLNLLLCTGFMVDRRKGILAFDVGTNEWRAQWHCPFFRLRCVDRAVTINFAIAQLEECNGVIHLF
SEQETGGTVTHCIDRLDLGIEGTYTWTRRLTLSRRGTRALLVYPEFTCVPVEEHKLCIFNTVQLTGDVYDMSKETVETSH
FESLPTPPALLDNKTLFYSLNPLNYYFQPSFGVVLSNLK                                         
>Php_XP_001764911                                                               
MLMLEPDRSCAIQSCKLSEWPKGRASVDIVVRRGSSKKAHQYIRCSASPRIGCVSMELHDLRKFSLLAKPKPQSDKVYMT
CAGLDSNGICKAVSWLNKFVSKCSDRQGNYTDRQNVQQGYCILEHRERPISDAAISFSHRVIVDSTDAAAALHETNSENT
ITSLTMLAPPARASIQQIVLRGKALLKVNEAPAKDLIENIWSRLPEEVMDLVLAWLPLSAFFRMRCVCKKWNHIISSPNF
LNTYSRVPFRTAFFLHLIKLNGVLTAACHDPTNNRWQRLPLDSIPVNAYIHGGAGGLFCCQRVVNSFLVLSVCNPLTKKW
RDLPPMPNLNASTCFVKMIANPRNNTYKIVRVGQLQPLPTVRNNGARIELCTEVYESATDSWGTVEHTPTDLRFIQGSSI
CDGAVQCRTSTTRRMIAFDTARKRWIEVFARNLGPILDSKLVDCDGLPHLVTRAWKGGQMESIDVWRQKPRFASSSGNGA
VDPFSDVEWEEVDRMPPSLFRQWCSIAGPFYHVGVGCYIYSTCLARNDTKLVTYNLLTKKWQLVEGFPVSHINTFLGGYE
FRPRLDAAV                                                                       
>Php_XP_001764891                                                               
MTKSVMKYQMRHTGVGRGAGPGAGLEREFQHHQHQYHHPHHYHPRHHHRVGDGGAAFESGYTTYKVTPQVMQVSGVVQKS
KTVEELELVKTKGVSQAGAITRGAESPPWTMLPKDLIEKVFAFLPLHSLFQARCVCKCWKSVGISNNLVKLWAEAPASPP
YFPVFLSKSEDRRWCGYDHVQQKWLHLPPLTFLPKEAKHILAGDCGLLCLSESPSTALNYVCNPVTRSFKKVPSLSQDYE
PGITHMVVDGQSQGFKMIVTLTHYLESTHVFESRHNSWQATSCLPPHFLLWGRRSSAFCNGFLYCVALEVGGMNMEGLIA
YDVHSGVWTDVHELPRGMRDDPYVLSCGGRVLVVAAQKNTNGRLTSIRIVEFEPVSRRFLEVTEMPQNVMLDVFKCRGGW
KPVAFGDRICVASKKTLSVAVYDMVRRSWHELPKCPLNTKVDVATFCYGPSLQFFQ                        
>Php_XP_001764838                                                               
MCCKSSGPTEERKTFVTTGSQVPVQGLHYVASSSRPEATLYIQGLILAHLDLTELFKAARVCKSFRDVLLRDSFKQLRPR
LRPIECTLGPLLFCVEKKLWHLWGFDWKCRSWCKLPPFTDRIPAPDPELFKDFLVAGHHSLICANMGKASEPEKLYIFNP
LTGEAQQLPPLNYRRHPVVISLQVTTPGRPDFRVIAVGSAAVGKGHLSKKTEVYCSVKRRWEVVGDVPGEEFSLNDYQTG
VYCETQKLLLCTGFMVDKSKGILAFDVGTNKWRAHWHCPFFRLRRMHTDLTIHFSIAQLVECNGFIYLFSEQEISGTVTH
CIDRLDLGIEETYSWTRRLTLSRRGTRALLVYPEFTCVPVQENKLCIFNTVQRTGDVYDMSEEAVNISHYQCLPTPPPLG
NKTLLYSLNPLSYSFQPSFGAVLPYL                                                      
>Php_XP_001764483                                                               



MGQGASTVVACSGNPSRVQEEEDEEEGEEERESQSRAVELQEGDDWTEYAPDECVASVFRKLCTADRNRCALVCKRWYRV
EGQGRQRLTLHASAELGCALPGLLERFPHITKLVLKCDRRTVSIDDGALVLVGRLCQQLQKVKLKACKGLSDRGLEEFAE
LVSGSLRTFSCGSCQFGPRGINAVLQQCENLEELTVKRLRGFIMGNPGPAEHVLPGPCSIKRLCVKDLPNAQLLGPLIAG
SKSLHTLILSRVPGNWDILLEIITEHTTSPVEFHMEKVCVTDRGLKAVARWSNLQVLYLVKPTECTNHGLSAVASGCPLL
RKLHVDVMKSSRVGDEGLLMVARKCRHLQELVIIGVSATTASLSLVASECPGLERLAICTSETFGDPELSCIADKCLALK
KLCIKGCPISDRGMEALVSGCPNLVKMKVKKCRMVTPASVACLHWNRVSLVVTLDAPSAVPIAAQVSCGYMQS       
>Php_XP_001764302                                                               
MAGWLRRMIMLAPQQHGLALPCCCFRHLSLEALSCCGSGAGAAASRESSQSEEGGEIGGGTLGGWGARERAGNGSVCGNS
GELGLEGRRDLYERLRRECCWVIISFVASANLMVYLSEFFVVSRLGERKRSRAAFSRTRTGEEVLELETILCCNQARNSF
PKGVGRGLSTKLKIRTCGTVYCPEVLYLILESNFYESQVSKVSTRLVITCKSVSSAQTVVTLVGHNSRCAIVFVSMLCTL
GTGAGEDASRHLECRSGLDRFRRPEEIFAGSVVLIVIEMDRAAVEPPPRKGSVLDAKIWNKLPEELLERVLLYVPLKSLV
RFRCVCKKWNIYVLEDTFTDLREQVSPQRPWIVMTSTRDSMFAYDSGLGTWHDVPIPFNAYSLHVVAAAGGLLCFSNAWF
HWPIMFVCNPMTQKWRQLPRMNTWMISTVGMAYDDATATFTVLVCGRLEDHIMITEVYDSKSDVWTLSGTPFSARKYGGD
ISLWCDGIFYCLTYPFSTLCLLSYDLSQGTWCEVPIRMPSPIMSPALVESRGTLLLVGGLEEQELFGIQIWKLDTVKQEW
QELERMPLQLCKEFEAKMVPSKPLSCFGTGDSIFLSIPTNDYMPALMYDLQRRTWNWWPVSDFPATLPALNIGQSSGISF
EPRLNAHV                                                                        
>Php_XP_001764292                                                               
MGTLVLNEQILLRSSKRKLNIWSLNCDDMPDLAGSSEFHTNITLDPSPTLDPHIWSNLQPELVARILAHLPLTSLFHKRL
VSKSWDREIYSDSDYEQDKQFQEQPPMRKLLNLFVRQTPPSASGNIHGTTPSKHLPSLNASVSPTPSLLYNLGSQCPLLI
FLPSYIVCMPTRNVILSASKTLSYITACATNGYESKRETGKSWWIVRQEKAECLLF                        
>Php_XP_001763852                                                               
MGAMASFDVLPDSIACLILSKLENAQMVAQCAIVCHRWKMLARLVDTLTFESFKLLEKKLDKTRNATCLEKIVTQMLLMT
HGIRVLKISYHPVVWPWIPNDYFSEDKVCQWLQHVNTSLERLTLVDPNRVKPQPMKLLHLTECKKLQWLNLCYGFIPEMP
ILPGRFEQLVTLHLDLIFICDSALQKLVELAPMLEDLKLNSCKGLRTPHLTAFKLKCLEFANDMDVATTPITVVAVNAPN
LVTVSLCHVEELVIDGFTLQNLDLIWHVRPTIRELPVLENLHISGEAWALDSVTHLIRLGTNLRSLHIDAYFERKYPIQL
QSLLRHLQELVSIHIGADFFECLQTAGGAGAAFMRMHAMTLPRLENIVVVIGCGNNDCISVIATLLKCAPALQTLRIDAG
QLRKSMDNVMFFTNLLGLQRNYPQVKVSLVCPQTLV                                            
>Php_XP_001763464                                                               
MASSAKELPLDILMRIFGFLPVPSVCRLRAVCKQWNALIDSPEFGTLCALAPRQRFYVLLTPGRCRNADAGWCVLDVMDE
RFYSLDSSYLVDHAKKANPCGDETYSLETVDTAGGLFLVAYREKHVLPRFNVLYVCHPVTKTLKRLPPIVGMAYELTSPI
LTVDYSAKTYKVICIGEQMHMYDSQNGQWSELATPPDRDLAVCSAVCNNTVYTIFGKRSCHMLLTYSLIDDAWSKEGAEL
PYNSFEQLVVVNGEVYLVAGSRTSCFCGQEMCLKSCIIVSKVAPPPKAPEKIARMPETWHTLLYPPNQDWNNCYGIPSFI
AVASECAIVFTSTSGRCIVYDLANRSWRSVQKRHHYNRKLAASSTTLNPGFLL                           
>Php_XP_001763127                                                               
MVKSKEQRKARREERAWNTWLWGAKGNAVWDESGRTALRIDLALRQNARAAAADVSQVESEQFAWQAGRWGNQSSSPQGD
DELLKAALASLGSCSLNEIRETVKSSTSESDSKSQSSGDEADIRASSKTGCAPGISGSWYGNFVCRNTVECNKCGCKSSS
TDGIAQNHQQVSHCQCGPTAQTHRQEYQDDILDLTRGFTARRKWPTYSFGAERPIHCSCLWNLEKSCEFVDDARRKRFGN
LSPIDRVSDDVIMRIFAKLSRREVIGISAVCRRWRDVASCEPLWKHVELVSVAESLGDRELGLLAEKRLKHTAVLSIALC
WRISSKCLGSLMKSDCGKQLLCLDLSFCNLDDSVVNRVVENCSSLQRLRLFGGLHTVSGQALAGLANLSQLRELDLGLCV
NVSQHTLKEIGSKLKLLVILSLAGCPRVTMANLLYLCGCVSLEFVSQDEALCLVGCKAVYPNQASVIAQELITGGCSRLA
MVEAGNQLPNAAPFPARPPPPPPLLYPAHGVAFKESGSPTDSPTTSHMSRKFGKQADKCGDSNASDESDQQLTDRVQNKD
VRLGMRTETEMVPPVGRLEGDTQAAYAAATHQFQQGQMELSGGNMGAATHAFRAACHFNPSAAAYTFMAWMQRLAGADRS
ECVRECARAIFLDNDYGNPWNDVACELWDAGDISLAARFFQRAKACSRYEVGAGHLPYLNLAKLRLSESPNALDGDGLDS
DKTVHDTPSKEALLELCAALIRAPGVNTRYDLCPLNSDHGVPFNVEVSHAVVFFADEVVQQMVFHMLDSLKECDKSFTTI
GVTEVLVHNYLVKKPGSHSMNVTMYT                                                      
>Php_XP_001762792                                                               
MASPSLDSDVWQHIPPEILEHVVPRLPVEAIFRLRSVCKKWHQLPFSVSFRRSCVHPTSQSPFLVAMRYVDDLRLTPVLS
SNGTKWLSLDLTFLHRVFVATMCDRINAVSSDGGLLCVCALNRPIRNVIVVCNPLTKKWKLLPDLKEHKLVARQVAIRVD
KASRDFKVYVLGEDLPLRRRVVYLYESRSDLFKPLLELINCAAHVCGAFWGDTFYTISRDLEVVGYDVAGPGSTMTLLRT
GIFMHQADRYKMLTYDDRLFCATSEQGTQNLQNEITNCGVVEFRIYELKLPTRECIRVEVGLLCLFVYFNVYQNTNFRYD
WDFVEHQKLLILVARSGGDDPQNIRWLEVPIPPPGSSHRFPPLSDAFSTAREVQWRPNDKFGSRSLLLTSLDLDLNAVVP
ENLVGVHFLTEPQPFDPSDPRTYRLRYVQ                                                   
>Php_XP_001761978                                                               
MGAHMCTKERYDWLHWWHRWDDADREERAHYGSVKRSQRHLKEGLVKSFKLSEGKGSKLTTTPTPAHAPPHSIKHDVCGR
APHFRWIIHVAANSYWILGRGWMVSEWEHPFPLFLFALCRVSVSLSLAVIRFEVLIVLCRFLLHLVQFFLCVDWNFNCGT
MRDFLVKTDGGLSWEWCSFLLASSLGLELVAMAEEDPDTMNRDNPEPATEGENICLWTKLPRELQHKVLSYLPLRNLFQV
RCVCKDWRYVIHRRGFRSLYDGRYASECPSPAICYAGSYYPSSLEWSIYDYVDKVWKKMRSFPPQTRVEHSLVDQSIYSV
EGLLCLLLWKQEQNIRTHFPWLVWNPLTNKWKNLPTCKHKTVNRGTFFVHAYADVSSKTYKILMAHNPKQHPYQYMESDT
RLVTEIYDSATGTWTESPEYKLQLPLSSSFNQAPKRGMLCNGMVYFVTSTSNENILLSYDIKNDQWHEETTDEEERMEIF
EWDGHVMTALPLLVDDFFIEENGYRILLFERNPDTKRWEDTGIEIPYKIRNKFFEDEEGVEIVASGNHLAITGYTRDGSF
RIAVYKKAEKYWRFPPTASFSDKMRQARVEGLFQFKPRLDWIP                                     
>Php_XP_001761917                                                               



MVKSKRQKKARREERAWSTWLWGAKGNAVWDESGRIALRIDQALRKNARAAAAEVSQVESEQFAWQAGRWGHQPCSAQAD
GELLKAALMSLGNFSLNEIQETEKSSTSESDSRSQSSGDEAEGRSATKIDSTSGKSGSSHETLGCREIHECLECGRRGGS
MDVDNQIPSHGSVSKCQCTVLKQISYRQEHQEDPVYIPRGLIMRDSWPIFSFGTERPIHCSCLRNLEKAGEFVDDTRRKR
LGNLSPVDRVSDDVLMRIFAKLSRREVIGVSSVCRRWRDVASCEPLWRHVEFVSVAESLGDRELGLLGEKRLKMSVDMKH
IVVSKFGSITSPEHTTVLSLALCWRVSSQGFGSLIQSQCGKQLLCLDLSFCDLDDYVVNKVVENCFLLQRLRLFGGRDSV
SGQALAGLSNLSQLRELDLGLCVNVSQHTLKEIGRKLKLLVILSLAGCSRVTVDNLMYLCGCVSLEALCLVGCKAIYPNQ
ASVIAQELINGGCVRLAMVEAGNQLPNAAPFPARPPPPPPLLYPARGVDFKIPGSPSDDNTLRESNENVGTRENRPALDD
QQNTEKSQDKDDTHGRRTETEMQPPVGRLEGDTQAAYAAATHQFQQGQMELSGGNMGAATHAFRAACHFNPSAAAYTFMA
WMQRLAGAHRSECVRECARAIFLDNDYGNPWNDVACELWDAGDISLAARFFQRAKACSRYEVGAGHLPYLNLAKLRLSKN
SSGLDRDGLTLDKTMHDIPCKEALLELCAALIRAPGGEFWCGTPRPLDFLLLLLYQQTSQLGDWHKKLVNVQGFSQQLGG
LLVRLRILMDIFVMFADEVVQQMVFHMLDGLRRCDKSFLTTICDQQLNGPGGKRVVSSFRGLHLLRKAVIEDVELSCAVQ
VELALVLHYEIVEFILECDMHLLIWVF                                                     
>Php_XP_001761819                                                               
MGLFLSSARNSEYDASIGNSDSTKRPRISVKYEHQPATIPGLPEEIAVQILARVSRGNHPLLSCVCKAWYHVLSTPEFFN
LRKELGVTEEWLYVLMKDEEERLGWRVLDPVEGRWRKLPPMPELSNIAKKTEANEISWGWRLRSGPLRMLRLTSLFGGWF
QRKGFLDKIPYCGCSAGAINGSLYVLGGFSWANAMRAVWRYDSRTNRWASSAAMEVARAYCKTGVIDNKLYAIGGVDRGR
GGLTPLQSAEVYDPETDSWSQVAPMPFRRARVLPTAFLSDMLKPIATGMASYNGKLCVPQSLYSWPFFVDVGGEIFDPAT
DTWVEMATGMGNDWPARQAGTKLSAVVGGKLYALDPTSSMDGSKIKVYDSDKDVWKVVLKKVPILLDLSDSESPYLLAGF
DGKLHVITKDFNNNVTVLRAELGFNSQSHQAKEFEVGWKTISSASFGAVELVACQVLDL                     
>Php_XP_001761671                                                               
MEDDCMESTPSTPDYSTNNVYNARLECILRGFAKDPKALAHKLGDFTVRTLVGMNEEDYQKLFELLRSNLSVADFFAIKV
AVREAKKRFNAETTSPRSAHCTPRAGNASGVARPAVDVASSSHIDVERPLPRLPEHVIHMVLAHLPVPSFLRMRVVCKDW
WHLMYSTSFLELCSKQPSERSCFVFYERGKMVANGEGAIYIPSSNKWLKLSLSFLPCNLKEPVLVTGGGGLLCFVCNKSE
SGSVIVVCNPVTKSWRELPPLDVEDPEVFMWYLAMVSIVVDEHSNSYKVILVSQTSYELYDASWRTFSYSSLTKDWSRPS
THHLGANVHNDTCEIWTPVECNGVLFENFGTEYVWTYDLHKGTWRHIELPSPSDSAEERGLVEIHGHLFRVLQTEDYETK
DIQIWKLNPTDLSLTLVVFMPPELAATFLDVSFTVLGIHSIAGNDALCFLSLKGQSALLYDLSERSWNWMPKFPLFKGSN
SCYLNLRLDISA                                                                    
>Php_XP_001761650                                                               
MARLSLEGTSKQNTLGALHRIGQVIRGFDNSLAELNEVETLLANETSSPGIDFNGYQEDGPDLQLVVSMLKQMVESLVAD
IKSAIALEVLLAMQDITQATDYPPRDVIPQKEPFSLLAAPGIPKAARISGLESVERDSGASTIGSGVCRHSCIYHAEVMD
PWLWSRFPEHLLGLVFARLPLRQIFAIQGLSKTWQTTLKTSSFRRVCDEAHSKLFGMLGNNHYLEEFWVAAFDFKTHKWC
YHALNRLPWVYRVNSMYAHDGGLVCFVPPYGMDQEILPILICNPITDDWRALPLIDLSMKQPLMVQLLVEAETSGCYKVM
VVYRDRPRGRIAADCYDSEMGLWGTMGSGIVYGTGDTTDEGQSNNAPFVFDCTSGMLYDLKNHPSLQGQLVEGFATIRDR
IFALYECECADPHSLTYEVSEFLWQNSVTELVKMKSYQSILEEVPNGYKLKLCSSEDYILIAAFNNEGMEGIYENRHQVL
RVYDVATEVWHSLPVLNHYYTYEMLRDTFMCKLRWDAVP                                         
>Php_XP_001761459                                                               
MDHFDRLPDSVLLVIFNKVSDIKALGRCCAVSSRFHSLAPLVDNVVVKVDCVISGEDNGLNARGRGIISHFVRFVVGTFV
KPLLALQHLLGSKKTILAEVSDHSPSEVLKNFKEIQNLRIELPGGELGIEDGVLLKWRAEFGSTLESCVILGAASLVKGV
RPWFLNGREDGTSQAIAEDNETPSALSDESGTIPESFYTDGGLKVRVVWTISSLIAASARHYLLQQIISDHPTLESLVLT
DADGQGMLCMNKEQLREFRDKPLAASASSNRTQVPALNMKLWYAPYLELPGGTGLKGATLVAIRPSEQPAHKETENFVLG
AFEEPFKTATNLLVKRRTYLLEMNSF                                                      
>Php_XP_001761127                                                               
METDNAGDEDKDENVEEANDNELRFGLTDDLLLKVFSFLDHVTLCHAAMVCRQWRAASAHEDFWKSLNFEYRQVTHAQVA
ELCARYPRATELHLKNTANVEEERVRDAMSSLRNLEVLTLGGNLLNEPFFQALSNSTSLRTLSISDASLGSGGAQEVHLR
HEGLLSLQIIKCRVLRISVRCPQLEKLSLKQSGAASALLHCPLLTSLDVTSCHKLSDAGVRAAAITCPLLTCLNVSNCAY
VTDDTLREISLVCTYLQILDASHCPNISLEGVRMPMLTELRLQNCEGINASSMAALSHCIMLEVLAMDCCWLLTSVNLDL
PHLRSISLANNKKYTLVFLPLVELVELTLRSPFLVSLDLTNCPALSRINLSSSSLPILDLKNQSSLASFVLHCPWLQVVD
LSECESLTDLVCNVFSEGGGCPKLNTLILDNCDGLVSVKLRTASLEKLSLVGCKKVLTLDLSCPGLQHLHLDGCNQLVVA
SFAPVGLLSLNLGICPHLTSLVIKADQMSVLDLRGCGILSQASIDCPNLSSLDASYCSELGDLCLATTTSACPAIQQLVL
AACSFVGPAGLFALKKLVDLTVLDLSYTFLTDMSPIFEACPRLKVLRLSACKYLEETTLDALHGGNKLPELQELDLSYGS
LGRRAIEDVLAHCPHLVHVSLNGCANVTDHFWAHLCSQRGLLEPIDGTDTLSTDAHFNCAALSLLDLDCPRLIALSLHGC
RIESHVLEVGIQGCTMLETLDLRNCTKITFASLATFRGLCPNIKRLYSTALSE                           
>Php_XP_001760790                                                               
MVNPFARYKTKGTEGWNQPKGRQFASRQVSSSSTFPGRNCLPSSSTTRYSPWSPKESASLMTCMCRNAASSRFRRITVTT
VSKLCCMRVEATLKRRGVVAVLPSIGVGCRVATQAVLWEPTSGGAGCAVSFWWSYSVNFLSLQYISRFRRFRSGRFNSLA
PPPTPGCHHSNSMSSSHKSVHPEPKKRKSCPLAAAFLDPGLWKFLPDDLLEKVVAFMSFPGLFRCRAVNKRLKDFVFSEK
FQEARSCVKSWDVLSPKTQYLLIFATIKGENLCCAYDAAWNRWLCMPPMRGLDPRAKDCIAGDGGLLCFRDVNEEGIASL
FVYSPITARCIELPAMHVGNSMMQHNWLLTHMIFNRFTSSYKLLVLTKRTSCQGLAHMEIYESLTRTWSIDNNLSVIERK
YKLSFPAQVGACCDNFFYFVAKEGILRSSNVMGLVVYDIYEGIFREKLLYRCEPRCPGSKIEVQVVECKGSVYMVVREDD
CKGTKGVSFCMLNPSKEQKIEDAVLFESFFAKWGSKFPSYRCVSVRDELGLLLYDKSFQVLADDLSEELKLPPCPFQGLA
NFVPSTSVLYRNKPLHLYYATHNVVSEAHFQPNAIATV                                          
>Php_XP_001760734                                                               



MEMGLYAEGVDHERRFLSSDLLGEILSRVDALTLAKASCASSEFRRLCASEAFWERLCNLRWPSTKQAAAKDLILQTGGY
RKFCENCHPCLSGTGTATVEHCDYVEGEEVCPSDFSSIIDVMYNGQVLVSRTIAGFFGAEKSRDWFDNSPFMFDLLEGTD
EVNGFHKDDEGITAVAIQTELSSVSSAEGLWKALNENMTVSWILVNKKTGRMVNLASWKPVDGLRHWPCDGDFVLQFGTV
IPSTERLRNHAVHCNVAAKVRHFNVGTADGGCKPVIGVTEVGMKLENIGGARLNGRESVALLDKVLSCNRTVSFSTVLHS
HREFHRNRVAWKTERIRQENQRELTVALISGVGAFLCLCYCLS                                     
>Php_XP_001760277                                                               
MESQLTGDNPHRALRSVRVCRNFRCSICSGQGLVYSGVRDCRFCCHPGSIQTGFVTEPLDPGVWSKLPLDLLEFIFARLP
IDFIVRLRALSKAWKRELSTCSSFTTECAKSQPNLGAIMGFSTDSCWVRVYDTTVIRPPYENPRKWHAFRIKNIPKLYAS
SMTACDGGLVCIVPLATLQPVLVLNPLTREWRQLPLQRLVKHPGMVQLRVDRDTRMYEVILVGFKGGSGVIGESYDSNIN
QWSAVASGNVMGPLCEYPRTSHLEYMGWVQVYNGSKNLLRGYRLPKRDPDRIASTRWRVLGYATCMNNFYFLESEIGERF
EDGRLPVRFNVSKFEEGNWRVGSHESIRISKPSVNFEFHVDIPEGPKLLVCKSFFMVVFRGYNHNYFVLIFYDLENNKWQ
KFDLQCTEYSVSRKEMETAFAFWSEDLIVQFDLGIGKEEYSGLQTLLNTCLSPHSRFSTAMFQEDDLILSSGESMQTIFE
YTCVAQVIMHFKNIPIISLARLEIRTTHSDVPNAMTGSRRVDCYCGILYNVGLCTFFFGLTSESISSISRTFGRSTCDIE
CVGGIDTIIIFRVKSRNIIECPGGYGNTMVRNCEAEKSKHSKAVRFHALALTCSRRAINRLCQPMFLDIDMTPSH     
>Php_XP_001760251                                                               
MKSRKREAATASSEQGICSSGEWRGDERGGGGGALLPGLPDEVAALVLARLPRSLLLELKRVCKSWKKALEQPFVAETRA
GLPGCMEEWLYVQSWNSYTGKVAWWAFDWQVGKWLCLPTVPRRRGVSAEVFGRASAVLRGKLYVMGGKAGPCGPTLRDLF
VYCPLRNKWSRRKQMISTRVVSSDKYLRAKLYVLGGFDWDNQRMDASEVYDYEKDEWAVIENTGHPTLPAPSWYKKDWRP
EWQSIVLNNQSYFCSYTEEDGRAFIKEYDPETGIWKLKKHKLKALLRCKSSSLFEYQSSSIPVNHRGNCFRNFVVGHGQI
AIEAKLIPHKKIPYVQQQQTCSFAWYGLSTVLAGKLHTVDWAAGRVRVADTSGMGWIQMKEIQNLPWVQIWRANPQMVGL
GTSLFVVKRGLQIMSIDVSKVDSGQLLRFWGAPMGPGVKDEEGGRNGVCLNFPSSPAAQGCILQLAKKCHEPFDGRTESC
DESHRKDLSEVYICCRPLADGSCRRCIGEPNRIELLKSRKFCLQAEDVVALENDLKSNSILFRLKDNSCMAAFFEVHLNI
TVFFASAITEQTAQIL                                                                
>Php_XP_001759480                                                               
MLTQRKRRLKKVGLKRENKYLRGWRSKGGRVRKKLKGGRATKTARIMESKMGLPRELMELIFERLPMLSLLRFTTVCKRW
RDSIVARVAASQNGNTVAEDLLLMITDGLHLGKLSAYNPMREQWYSIRLPVDSNNRFPFAVAADGNLVCMSDRCYRKFGT
YGRVAVCDPVLKQWHELPPLRSWGVIQGMVVDPVTRAMKILATNFLDSDDGGFKLTCAELCDTSVPLQTQAPARWKMVLP
PTSFLAADRYSVFCGGRFIFLAPDYSLFEFDIGNESWVQVSTGSLPATRLDLQAHKKLLVCDDSIFLFTIEVNNESPSGR
DLIVWGLTPEMQWVEVAKAPPLVTSRFFDFVHNADDNESPIHTDETPYSEAGCLNGYLSLRHWTASGEAHNEVLRVWTVT
VGKSAIFLKNTFLPQFLQIDLTKDGDAQWRWVVCPQHVPLSARPFRFSL                               
>Php_XP_001758823                                                               
MDHVPSSRCLLCVPLHLAKDLGGEKLLVNVVTIFQGSRWVYLLGNYARCSIFETQKVLRPAWCDSQGWWAASATCRKDAG
EVRNARCDFIDREREEGRGRLRGIARTEWLAFPNAVSELLKTPPQPACIECHHIYFEDVGTPGCRNRSSLSMALGVGKFH
VNQILQSMSQKERKSRDRLPPQSTAIFAQDGAELFRGAGAGAGVLRAMAGTVALSLFVQLRILPLSNAYSDVSGEVLVSD
SEDQLKVFELQHFRRFWVRSPFFVVLGLPSHARDWIDFRECIQFANAVLGIRLLVEGYNAMGVVLRKRGAMEDLCNELLE
LVLKRLPLRDAVRARVVCRRWRDRIDAEQFHFQSSRCRSYSPLVFKRTDDGQHTWWGYNNATGQWDPLPSLSHVPRSISF
LPFVGSGHGLLGFKITNELSNYIVGNPYTHKWRTFKLADCWGDAAMFMISSGRDEFYVVAVRDEETHIYSSVADGWEKVG
RTPSSVSGGQIVTRIKKKECAAVCNGCLYSASVDGDMLISFDMGTAQWTNDRISIPIDTTKRSMQLLECAGTIYAVTQDD
TTGRVRVWGLIMEIREFSLIVEMPREFQEYLKPLDCKTTTMRRAKKVEKVWLKSFGHGHEFFFWRHRSLQAVRYDLVAQE
WRKLPEFLLRDSELTGGREEPQVEIDAGFFEPRFEPFFRP                                        
>Php_XP_001758008                                                               
MDSFTDDLSSPLPKQMHASAPEMMEGVIMRRSSLPTNEAFDAAKRSEVEGRSVMLRPISERSGRITLKRIPVVPAMAKQE
QNPSAEDLWGHLSDDILEYTLARLPLFSIKTCRKVCKRWDVVINTPRFGILHKQLGEQQPWLVYYVINNLVSSKSHAITY
DEGLNTWITLPLLRIPSHNHGSLAGASGLVYAIAGLGEDRLKYKLTISTSSPSAFVDEWYETPQMEFPRGSPVVGVALGT
GKTGSGHKVVVAGGTPEFEDEHMAVEVFDSETDAWETYDDLPEDFNGSSSRSWMSGVVCRNKFYVSLIHSWTIHALDLCT
REWAPMHWECPQGLQYHHIMAIGKTVVVVGLYQDAEHPEEHTVAIWKVNSKTQRLIQVGSMPLELFALLGDGCTDPTLNF
LMSDNLLYISNTYSPDRAVVVGDISLEDHKTFWRTLPSISNLGCRFDKVVTFCSSINTDPSSPAPH              
>Php_XP_001757985                                                               
MASEGGSRRRRGSKQEEPYRGLIPSLPDELALLCLARVPRAQHAVLSAVCRSWRRLLQTGVFYDIRQELSLTEEWLFLWT
QDSSRANVWHGYDPQSNRWFTLPPLPNEQCTAGNSASAVVDGKLFVVGGQLDNGNACSCVSYFDMQHFSWKSAAPLTIAR
AKCMAGVINNQLYVVGGFTERDQDAGPTAEAYNPVKNEWRLISSMKISMELYDSAVLGNKFYVVNSSSENLVGLVYDPKQ
DEWVYMAHGLNTGWQSKTAAMNGRLYAVGDSHSLEGKNEISVYNERKDAWETIKGVLEDSAPVLAWGPELVSLGGKLCIV
GTGLQPRIGATRAAVAVVEEVHLPWQSSRVALSLVELLLTYVPFGLGPCACNMNLVLIDLIFASKILHDMPDSEAPPTAN
KHPSVDLQLRFFMQQSGMSTSILITISPEGT                                                 
>Php_XP_001756940                                                               
MERRYRSLQLNEALSRRNDYAEACRELRCILRAVYVYAPISFQALLYEDVEHAFHTLSKKEKRMDDIRHLETAKLLLQTV
EQIFSSQNCTEVVAKGKTATKTWHRLYNNRNPEPLPEYLHLSGDILLHVFEYLDARSLATASAVCRAWNVIATDGKIWRN
WFLYVYGTSNLREDLMTAAEIREDIIPDSNRPTILKKPSNNAVGYWRKAFNLCSKGRSPHLSTLNRAYCPTCKEVIWLRD
PPWKPAKGLCVTREQVLEYHSPRPISVSQVVRFVVSMARVSDSCSRDSDDDDDHNLENSFLEL                 
>Php_XP_001756872                                                               
MTVDDGLIPALPDDVAMQCLLRVQPQSHAQLQQVSRRWNELVNSPWYYQERKRSGTSEKLLCIMQVVEPLSAPSLAAKTP
GSSSSTKHSPMFGINVLNVQQRTWERLSPIPDFPEGLPIELNVYCVGYCRMVAVGGKLIVLGGWNPSTYETLQSVYIYNF



VTQTWSRKAPMPTSRSFFACSVVENYVFVAGGHDNDKVALKSAEVYNVETDQWAPLASMHEERDESTGICLDGQFYVVSG
YSSTSQGQFSQSAEVYNPSANAWTLLEGFWSMEMQTSRPAGPFAVMYGRLYTLNGKNLHRYDVTTASWSVVESIPDSEVN
PICVAALDEALFITGPSHSSEELGHGTFLYKPADRSVTKRCTSEWGSLTRPAGLVGAAQFAHVIEI              
>Php_XP_001756573                                                               
MDSDLVGGDEDDGGRQHNLVDAEDGEARMDLTDDLLHKVFSFLKDVDLCQAAKVCRQWRVASAHEDFWKSLNFESRQVTH
QQVTVLCARYPKATELNLKGCPCVDEVVVQQAMLSLRNLEVLTLGRGFFSDGFFYLLSGCESLQNLSITDATLGSGGAQE
IQLKHESLRSLQILKCRVLRIAIRCLFLETLSLKRTGMASAMLYCPRLLKLDVSSCHKLSDAGVRAAATACPLLTYLDIS
NCSYVSDETLREISLACTHLRSLDASYCPNISLEGVRMPVLTDLKLVNCEGINSSSMAALSFCVMLEVLAMDYCWLLTSV
TLDLPRLRSITFLNWPALWTLHRFGELTLRSPALTLLNLSHCPALSRIDIASSSFEKLCLKNQMGLSSLALQCPWLREVD
LTDCESLTDSVCDVFGDGGGCPKLDLLTLDNCDGLVKVKLMASSLRALSLVGCRNMISLELSCPILQSLQLDGRNRLVAA
SFSPVGLVSLNLGICPHLTTLEIEAAQMITLDLRGCGGLSQASIRCSNLSSLDASYCSRLGDDCLAATTASCSAIQTLVL
AACPKVGPAGLLALKKLPRLTMLDLSYTFLTDLSPVFEACPYLKVLRLSACKYLGDTALNALHGGKVLPQLQELDMSYGS
LGRAAIEGVLALCPHLTQVSLNGCLHVTDQLWSRLATPPFPIELMASEDTGMEDVSSSDNHQCSALVVLQLNCPRLITLS
LQSCGIAAEMLEDALRGCSLLETLDVRHCTKVSASVLARIRCICPGLKRLYSTSSA                        
>Php_XP_001756045                                                               
MQRMALKIWSRPAKWSMAMEEQDCSSTDCSSDRLAWLSGTLLLCNSFLGRNAFKVDLSSPGTSVGELRRQVASPFSRMSG
ERRKRKPTGNAASRVLLPLSVNSMIQADSLNAAFSSLSLTSNTRRKEEWMDPEMWGKLPEPIMETILSYLPLPYLLPMRT
VCKKWNYLLQTSSFLSTQRHLTVQCSSYVLTYNEPAFSAFSFFQQGPELYYLRSSSLYCPVSKNWFNMSLDCLPIRDFYI
TSVGGGLLCFVAHNGPQAATHREVVLGVCNPATRTWRILPRWGGSKAYNMPHFVAMVVDNFRRSYKIILIDHDRLATRTY
DSVRMVWTKSDDVPSRHNFPYYDRCPSQAVFRGNTLVCSTQCKTGISSYDMDTCVWESYHVSLPNMLSNVHLVQHHNRIL
MISRVMKAKYEGSDRVQISELDPEGLRVATTLSDVPLGPSKQFLDHFKVCEYNSVDDSEGLCFISVTTAVLAHFAEQPRE
QDEEHGGLRRILCTFESGRTTLGGVHSNGRPRVHLPQQLSTKGACEVRSWSPLRQHYIEMRGSSVVCDPQPWFREELRKF
EFEKKRNPMADLASTNTLQSPVSLLALSVCDYHQSRHIAEPFRRMQMDPNPRNVVKNENAALNLLQIQTLIAVRAWQGHP
ERCTVGACRSISLQRGGLRI                                                            
>Php_XP_001755627                                                               
MRKKARTAKAKSKDEFQGARASTSNDLCRYCTMDPKIWSLLPEDLTNRVLAWLPIPSLFQARSVCQRWSSTIVSSAFLSM
HSEILCQHSPFLLFPSIGDSLLYAAFDPSGRKWQPMPPMSFLPSEVKFVEGVAGGLVFFSVEAHFQPVKLFVCNPLTRSW
RQLPEMSYRRTPIIRHMVVDEATKTYKIVVSGNADVYSTRDGYSRYLNTEVYDSVTGLWTETGSMPSRFDPGWSSADCNG
VLYCMVNEAEAVNHSLGVITYNMKDGQWSDHFQQLPEGFSLAQVVECGGQVLMVAERYFNGSVKNIHLLRLEVDTKEWTE
IAKLPRKMLLEFRRLCEEESYNCAAHETKVYLTSFKGAIALEIHHIVKEQCKHGDFTFRKMFTGVAYTFRQPCHSSGEVD
LRRQSSL                                                                         
>Php_XP_001755277                                                               
MTVSMELASWKQLPSDLQVFTLAKLPLRQLVSSRCVSKEWLSFATDENTLAFSRSSITPLMAEPMLAMGYDGKESLEWAT
YNCESNQWSIMPPFPDIVLEAASSGEKIDYCSAGGLLFFMLSSYHNYTETKCLVYNPLTKRSRELPVFRREWVVGAFSHP
IVDTQADTYKFVMGDQEHWACYSSTSGVWDEGSIDAVGCLASANRGVQCKNLLFFVAPTMRGKSDLATYNPEKNVWLTTF
DYERAVEVGYHLNNRGYSENNRIFEWDESLFLLTTLDGRFCELDLVTKDWNLRFEMPRRLLGEFEKIQNCIASGNRLFVV
GSAKSPRYTSLILLYLKDQNSWRKLKPCPCALILICILVHAFCELVDFVSYDALQSHATELRAGIKTLALDVQRLNAEVM
I                                                                               
>Php_XP_001755270                                                               
MGAVGVATGESRGCAPKTFRMGSVDLCMEDDRTLDDRGVKSVDEGVGESLPGWRDSQAPMMMQKTDDAEEKGALILGLPD
DAMTLVFARLPRQSLAMTRLVCSSWKRVAERQELASLRLMMGTSEGWIYVLAQTPKGTPFRAYDPIAGKWSILPPIPGRS
EDQQWQGFACVGFRHKLFLIGGTRKLNSPNSEGMVCSNVVIYDSLTNKWTKGANMNTSRSWAAAAVVGDKLYVAGGQGTT
KFLDSAEVYDPHTDTWKIISSMGVVRSSCQGVALDGQFWVIAGEYVKNHYDDNQKSSAEVYDADTNTWRFVPNMCLDDNK
IMAPSAVVNGELICVHQKRLMHYNQHLNMWRQLGHFPGGELYARPYSKFGFACESVGSSLYIIGGTREYSQHHHRYRTPI
NSVEICDLGNEQQISRLWWRQGADMGQGRGTMSASTVVWM                                        
>Php_XP_001755241                                                               
MEASKQARQRRRRRMTTTMHYTVAILLYKACVSTTRIPHSIAALFLTVSTVSPPPSPPTVTSASLWTGAAACFVWVQVSR
VARRSCSGGVVGFNTLVAVDVGIVLKGTVFNVGVVSGGRIVCYVIRCVHCAHPGREEEEEEEEEAEVVAEGEEEEGLLQI
CYGRQIAGVTCREEIRTLIPTANVTMPGLLDVNLSSLSLTSDTHQKQVWMDPELWGALPEPLVEIILSHIPLPYLLPMRA
VCKKWYFLLHTSSFLSLQRQRTVQCTSYVLTVNEPAFSAFSFFQQGPELYYLRNSSLYCPISKNWFNMSLDCIPFRDFYI
TSVGGGLLCFIAYKNNTSSTNREVVVGVCNPATRSWRLLPCWEETKAYTLPQFVAMVVDNFNRSYKVVLVDHDRRVTRLY
NSQSMAWTEFDDVPARHNFPYYDRCPSQAVVKGSKLVCTTQCKTGISTFDMNTGLWESYHVFLPGMHSSVHLVQHHGRIL
MISRVMKAKYEGSDRVQISELDPKGLRVTISLDDVPLGPSKQFLDHFKVCTYSSYDESEGLCFISTTTGERWLYDIEEQF
WHILPSSPGSKTKSMAAYGGFSVGSQKMCSRGILIPKRHLYPQELVNCETGYLMSVSRSPRPLMLLDVPHLGTYNRQELV
CVRRSRGPPSTPDDHINN                                                              
>Php_XP_001754423                                                               
DYVEACKELQGILKAVYKSAPKPLQSILYEDVVHAFRSLPEMENKQQLEAARLLLQTVEDVFPKQRRASAALQHKIAMIT
WHRQFKYPEPLPECSQLSGDTLLHVFEYLDPQSLAIASAVCRTWNVAATDNALW                          
>Php_XP_001754285                                                               
MSNKRRRSVNVAVEEQEQQPVLFKKARITPSSSSSACSAPAVSVAESGVGIAGDRDAHWTELPDDTVFGLFNLLNYRDRA
SLASVCRAWRGLGSSTSLWTSLDLRLHRLDSEVVSALAGRCSNLQCLKFRGGAFANSIVGLHARELRELSGDWCSLLSDA
TLSMVVARHGNLESLQLGSDCERVTSEALKVVAVCCPKLRRLCISGIRDVDRDAIQAMFQHCQGLTELGFLDSHTIDEGA



FGAARNLRFLSVAGCRCIAWSTAAQCWSKLPNLSGLDVSRTDITPSTLAQVLACPELKVVCGLNCPLLEEGSNPIPSPSS
KTAVLLARFTDLMEGLEVLLNPSNSKEEACSSGRSRYGRRMRVDPEVAKWTERMLSHALLKIAESNAPSLDSFWLKQGTA
MMLRLVQSAQEDVQERAAAALAVFVLVDDENATVDSARAEAVMNGGGIALLLGLAKSCGEGVQSEAAKAIANLSVNTEVA
KRVALEGGISILAALARSPNRWVAEEAAGGLWNLSVGEEHKGAIAEAGAIEALVDLAFKWPAGGEGVLERAAGALANLAA
DDKCSMEVAVAGGVRALVRLAQFCNHEGVQEQAARALANLATHGDSNGNNAAVGREAGALEALVRLTGSNHEGVRQEAAG
ALWNLSFDDRNREAIAAAGGVEALVALAQDCSSGSQGLQERAAGALWGLSVSEANSIAIGREGGVAPLITLAHSNSEDVH
ETAVGALWNLAFNPGNALRMAEEGVPALVHLCSSSRSKMARFMAALALAYMFDGRMDEVAVRVSSGENHGRTVNLEAIRK
LALRSIDAFVLTFCDQQALTAAASSWAPATLNQVAETARIQEAGLLRCSGSNLSPSCMTWALARCGCVEQFTMPGGRHAM
HHADLLQKTGASRVLRTVAAAATAAMQAKVFARIVLRNLEHHQAESNAVVALL                           
>Php_XP_001754026                                                               
MEAEQGDSATQLDGGLWGSLPEDLQDRILAWLPFPAFARACTVCKRWNSVMYSHSFLEMYRRVPSPEPCFLMFEAKDRSM
CSVYNPASNRWHRIPFTFFHYETKFPCAAAGGLLCFCGVSAYPSLSVCNPVTRRWRELPPMLHKRFPNLVGMVVDPQTRA
YKIVVAGDYYEDNVRTEVYDSTSNTWRITGNHLPIANYTLRNAFCNGFHFWVTRDPYGVIAFNMQHGVWSVVRAPMPSFL
TSPHLVGCQRRLLMVGGLKKHAIPKNIRIWELEQSTMNWVEIVRMPHTLCKRFLKDSRNGDFMCVGHNDLICLTSYKCPH
ALIYDFSKRSWRWVPSCPLLTDIEDYRSTIGFPFNPRLDAPV                                      
>Php_XP_001753017                                                               
MGDLEHNLFENLPNEVLQLIFAAIGDCKSLVRCMVVSRTFHSYASKITTLKIVLPKLFLTYERKLWNIYVMVKAFRALES
LIVYVGQPKNEPSMSWARCMRYAEVGVTVEKFVFMAAKTGDFVEFDHALGLQPQFSSYTINNNHERAFNTKNKFEDITSK
TKFEIDLLVKNQIASSSNKEDHNNDPSSTSRYPRKSNNPYERTPNSTS                                
>Php_XP_001752635                                                               
MPDFSCPAEVLKVVFPLLNGADLAACMCVSKQWHQLSRDDYLWKKLCAQKWPSTCQSRGSLPIGESRGYYKLFTSFVRKQ
RKRPMPAPKLSFEDLEFYVDIWVGSSSVYSAVVPGPVVRSRIYNPPDGICEAMQLHLASQTYKMTIPVQKGFEICFSEDI
HVSLLVRRRDDERVACIIDKSGFDYVDGPGYRAHAYDYLQISPLFPFVSEIRAWLALLLVDGKVGQLEVFGIEVDFTDAA
NDDSEVLCLFEILDWK                                                                
>Php_XP_001752435                                                               
MDPEVWSKLPQEMLLDVLARLPYNRITKFREVCKKWKELLNAKHFTDRIVSIRKSQTPLLVVCVKRYHAIMAYDPTIKEW
QEIFIWKKPPNFQIHCLRAAGGGLLCFKGNLGERKTVDEGATRLLVVNPITKLWRILPSLPSGIRAAGCVNLVVLENEPN
RFKILFMQIHCNLHQRRLVGTLYDSAADLWTTYCEDTTLESVYRSVYVNGTMHYIGSERVHEYGALVSRRQGVSFDMYKK
AFSRFDAPLTSEVGAKKFMELHGRLSLVTFSTVATFSPSVQQFDEQSGTWVDAQLLPPGIGLGVQGYVPLGQGSYLYFAD
PHRQSETVVCYDLLNRQRFLIDESFPDLRSEGFKLLVATPVAGRYSRYDYDVMKWFRGMGVVWGRVDYGAGLTSLEVPSH
RRSAMELDSGRLHAGEPDVDLHTLLPTLMASSLYLIGFAMASCFLHIVLLHPASIAEHHLFFAGSSLTHLS         
>Php_XP_001752180                                                               
MGCLPDELWTKILGLGIEKEVLDYRDLCSLAFVCRRIKQISYFDRMWRSLWERDQVKLSVGSSSRNLVVEPGMARKENDA
KAFRDLYRIRFEEVRAAKRTAKRRNVLRVYVETICRTCNETLRGLRVMKDCFQIAQAGSRKIFGDVLHSHVP        
>Php_XP_001752073                                                               
MKAKENHTEEESYASWLIYQLRGISCEDSLRMAFEHLIERAKLNSRDMDLLKNGTERWDNAATIWIAEKEMWLNRMYKPP
GAKHTLGWPTVAVDESAWDLLRADAWKVMADVWSQLPTALVDLLLSHVSVPEFCRFRTVCPRWNSTLCTPEFGDLCAENG
NKDHRSIMGQCFLRKIRDSLVSREIVGWSILDLNDRRWYTWKDEQHKHPLATDGGFVLWSNYVEMTIFNPISRSSQVLPD
PPCSDFNNSIIAKLIVDSVSCTFKVFLIHRREKPEVCMFESATNQWRNSSAMPLTRTNVRLKAGVGVQAHSVVFQGLLYI
STTTVHIDDNLSLQEHSPIKYWLFSYNFLEDSWADTHVDFPKCSGNVKKDLVVSGARLFLMSGDTLFPEASQGCLRMKEP
LSVTEIELADGSLETVSLLSNPVFDAQELEANRRSFDFNHAYGFDNSMMLTYRGLGFSIMYELVTGFWELRPPDQTVPVF
GNAMPLRQPCAVLGKPVAGGLVHCTPFQYSTLLEKTLYIDHRCQIHSQILEDYIW                         
>Php_XP_001751644                                                               
MDERLWGDLREELVDRVLARLPIDSFFRLRAVCKRWNAIIHSHSFISDCSQVTSPLGHYFIKADRRADRVLLGYSCALSK
WHRIALDFLPMQIQPAASAGGLVCLVADYRPFALFVCNPITKVARQLPPRICKRRPRIVCMVVDRWVQGYKIIAAGGYRT
DDDRWTTEVFDSVTSSWRVSGSLLQEEFTKRAVCCRLLTSSSQLLVVVQPHIESLQHRFKHSIQCVGNTSSLTHRGDSLR
CRNSLYCLTCGPNSGLLEYNIQHEVWSRVKTQRMPGNVKSRQLFQCKGRIGIVGKASRNQTLGLCIWFLDLKTLKWVEYG
RMPPDMFDRLYKKWPCDSMYCAGYDDIIFFTRFYSPLGLIFSLSKYQWEWVPPCPLLRDGSLNIPRPRNWSVFQHELDGF
SFEPRLDASPFHKA                                                                  
>Php_XP_001751262                                                               
MSRESQRWGRASSSSTCIGGTQPPLTWLGCDRGSSDPPPCGLWGAGVSFISIPSLGPLFQNHITRAAPGKLLANFLPVEA
ELSPRLCREVMMGKRKAWLVLSVKLFSEEFSAGSDRGLLKGGREQGQNLLGWSSDWQLLGEVLDLAVRERCIGGRLIHFR
ANNSSEGSSVLETFRIWTNMSRDRMMLSTLQSLRGDSGGAIYDRFLCSGAWRGLDIDDDYAQSVKSQEQNDFIPSPRRFY
ELNKEPARSLNSNDSSTKIQTASCGLQPDSEEGGIDYMDKLPDHLLIEILVRVPTSDWIVAACVKKRWGAIFQGDGLWQT
ALIRRWPGAGNAKRWPGPIGRGSAKRRFTALNVSSSLLFQNSKSEVDEMAGHVYLYLKEQLELATLPLSYGLLHGTIIDQ
FLACGKNSEEAHDVASQIWVAVLGNLEETERTFHLLMRIAEEWEVFLPFPYSKSHAVQWRLFERLFTDFRDCLSQFDYFN
VLSRAKHKFDLIPATWLGY                                                             
>Php_XP_001781587                                                               
MILTEGLWSRLPLEIIDRVLSFLPVPVLCRFRCVCRRWNVLISKPSFHDLCDLNGRKETYLFVTRYLIYSDWCYVDPTFI
RTMCFLDLDARRWYSIKADEHRGLYDDLEDDVPPVVYDTRIVAMDDGLVCDLIRKYDTLTVLVVSDPIAQMSNHLPALSC
PADEALPIIVMAVDSVARTYRVFFVNNRARADTRIFVYESATNKWRGLRNAPERLGVSAALSAVYFREALYMIFQTDAWN
KYVVLSYNMQEDMWREISVRFPDKPSNPQLVVRDNRLFLLVWSFIRSRERGSSSSFEVNEVLVDWNASDNLQRGERCRGC



LTCTPVGRSILADGGGGL                                                              
>Crei_XP_001702775                                                              
MAPHAQEGAPVLSIASAAGASSTRASPFGRGAGATPAPAPATSTTTSLGGVTLSVVSDLHLEARPLELDEVIDPELKADV
LCLLGDIGDPTTDTYRTFLAQCAARFPTVLLLAGNNEYRNHHSSHNSHSAHGTGAGGAVAGAGSGTSSGGHRRKPSGSVM
PPPSLGTVAEGGDGSRSTSTSASATNTATSSLLAATPPSPSFSRAPALAGSSPVAASPFSPRAPARTGGSSKTAASPFSA
RAPAPAVAAAATASAADKPDGPALPRSSTMAAGIAAGGRSAGPALPRCATLAPSPFKPTAPASSPAATPVVPRKKAAMYG
SLPKGLGSGMHHDLPSAGDSGSSATGESGCPYYAPAAVGGCNTAAAAAGGAAAGAGGGAGHGGMGPCVRRRLLLRRSVSL
AALPPDAPCPSVTKVLEAAAMAVAATGSWRTDGSSDAEVAGELGAGVEVWYCGHTHYNFDMELAGGVRLASNQFGSQPKP
APGYSRTWQHVLQPTERNAAWQRGGRDTAALSFLSLPGSTSSAALSGSLFGSSAAQGRSLLASPGGSGADTPAGEWRLST
NNNQKRNGVASGDARNPSGAGPANGDWAADLDDLDSDNEGAAAGAGADVRSADGAGTHLGGLDGGGSTGAADAAAVSGCC
EVADDVSGGAAASAPRVRISGDAIPAEVLLLVLSGLRDTADCVRAAAVCRHWMSVVALSNELCLMLQYKTTCALTQVAVR
FMVLRKGFEYLVEAGDEAAATSPPPAVVAEGLLLWRRLLRCWAVYRRWLEVLVVWLGPLGARVEAERQLAGGAAAHGEAP
LAPPHLTNKGLMAFRSQVLTELASVPDDATQPQHLHTAAKMRRCHIVPLKWGVKARRGEPGRRASIRASVSPTPTPVTNA
RLESSKPYSELRIHPCMSGRGIRALIAKHFRTRTDADVKNIFYSTLRSVKPSTENLALRVYAQQAAAAVNEPRPIRSRSQ
PLWYNPAGAPIGVGGGANNGGGGAGYATQTPVLLLLSGGAAASPHAAGGASGGGLSSSALYSGSDNNAQQGPLLSYFTMD
EDTDFDFEEGEGEAEVFDTRSGELGGLGSSGGGAAAGGQRPPFGGMTPLAAHAASPCTSSMAINGIAASSSSGMPAFGAH
AHAGCAADAPAVSQPLPRLLPTNPFSVSAETLAPRAVAVAAPGSAAAAQSLTPSPLHPSAAPQPSPAFTNPFLLQQHGCP
PVSPPLSSSSAAFPAPPLGVAGNAPVPNAIARDARLQRTRSTVAAFGSPMRLLGPPIARATSEAAAVVAAAARNAAVHEA
SQFLSHNHQQQQQQQRSGSGGVTPPAVSGGEGSLGFGYARGGTGDGSSTGAAAGATTGTTGAADAGLTRQARR       
>Crei_XP_001702353                                                              
MAALQVLLPQSLDKASKYVRKLMDKLSMAPSGEHQAEGRENAGPAVPQQFSDIPGDLLTRVFSFLDVNDLIRAQLVSKTW
RQHILHPTTWTERLSQQALAQLDALSALGAPVTAPQLYMATRGRNFLRNPAFRREANTQLLELGRSNLWGNRWTRNAWG 
>Crei_XP_001702099                                                              
MELTPQCLAHVFSQLPARDAARAACVQRLWRDLVQPDERLWKHFMEEDLGMVTKASPDGTEASTYRSAYCAWRKAYGPEY
WPFLPRAIRAWGQIKGWLEVNYPAIRASIQDGTSEEEIRSVEGLLGFSLPPAIKVIYSYSVYSHLVVSRLMPLRRAAMWT
QELELHKLRPQLLAFACSFRVRDKMFVADAATGGLATVHNECPVPVDKHTGACDGVLRWFEEYARRLEAGYYEVAVLDED
YPQGSRAISLFPLRQPEMKEEVTRGVRVRASMVYAPEESPAGKHLFAYTIRFALQDTQSQLAALPPGSSAAQCLARCQLS
TRHWRIRDERGEVADETDLFGVS                                                         
>Crei_XP_001701429                                                              
MFGPDARLAINREPAPLPNEQSLVAELRAKLGPGPDQDKILFSIRSARGKTHWAVNSYLRDIMSAGCVPGEEDFHPGRAR
VQTSGAAGPTAVASTAEGQTADDPMPQSPDLTDESAAHFAERSGLDALPSSVLELVLKHLDYTSLCAAALTCKALAAVAA
SDALWSSLFAARWGAVVFPTEAYLAMGAAGGGVGAGAGGWPGAGAGAWPGAGVGPAAAALLPILYGFPSAKLLEGMRSKR
LILGGDHLIESCHTGGGSGSGGCGSGGDGGGGGGSGGGGGGGGSGGGGGDSSGGACAHL                     
>Crei_XP_001700767                                                              
MSSTTSRTLVLVGLEGEDELMRAVQSEAQEAFSMVEMPPTAPDSDVAAAAAVRLPNGTDLDRAHVVGVVLNANGPSGASD
DAGDAAALRLERALQLAKAIRGACPHAFVMLWHRDAVEDPKLRIAAFACGANMVTCFADHAAEAVRQLASIGATGSGPRR
CSCDWCGASGMTADELWLHQPLYHIYEARWLFTGGATTSSSWSRSLQTRASGCQIAHLADANGKPCWRLATFYAVLADEP
HAAAARPKTVPCFESADELCLASPDVNEYINGTILIISHLYTMGLDSLPFELLLKIAKSLDGFALKALRRCSKQLRDVAN
SAVSRITIQGSSSRGVDEGPLRHPRHSVIPQRQGRLPLHQLFPNLHTLEISCKRATDFVSKLEPAWPFLTGQVLPGLARL
THLEALEELHLAGAGLRLFDLSHLQPCSRLTRLVLHDLDHPTTLAGAAADAVLALMVDDTGQSVSKDRDIEQRIAEADEV
AAALKAFAIEMWEPGAVRAR                                                            
>Crei_XP_001700676                                                              
MLHLRLGPVLSAEHPIHRAPAPAPKSVAPTGPNASVEAAGPCLLLELLPNHLLLHILGLLDVFSRCVLSQTCRTLLQLCG
TPSLWPGRRLGGPLVQAVRCSLSAILRVPPQIFNVRLEDGRSAKFPLSVPLHNLRFVLGAGDVEALAERAAGSLQDWIGR
VPAAAHYRPAAPGGVGSSGGGCNSRYCLRPHLMAVCHRRVVSAWRGGRRHLGPGSRKAAGAAEA                
>Crei_XP_001699624                                                              
MSCPDAVFGVFRCLEAPADLARSACVSRVWRDVVYAPLLWHALLEAEHRAAAHPDLASSRETSRSKQLQQRQARARNIWA
DWAGEDEGAVAGPEDLEAGELQPPVGGAEVTPGEVADLGGSGFDVLVSCAGDSGDSGACGGGVHDNQQSLPGSGFVATGH
PDGRVLVWDAARAAAVGRLPSMQGCGRGPVLALAAASMCSPASGGTAEDVEEDGGVLVWSLPLPEFSPAPVAASAAASIP
SDAVVGTLPSTRLEAIIKPTLDTAVRSMALSGRHGVLALRSSDGVELRSVRRAEAGRWLHGFRDRRNTALLCLGDLLFVA
SSSPSFMMAATSAPPPPPPAASPALGAMEAAGAAADVHVEDGETSPAQRCRLPAEEASRILWDQPLQVCATGGFLVVRCL
QFDASQQQPAQVQLLWPGLFAFPMGDLVSGLQLAPRLLLNRKPPLACLFVVRGKLPPSLQLLAAPRSLVLVTPEQEVWLQ
PVPYTQPFPSKHSGVMAAPFGRL                                                         
>Crei_XP_001699361                                                              
MPDASVLVEAPVPELPTTVWLHIFSFLHVPALQAAARVCQEWSRMVATEGLWEAVAQATYPPRTLVPAAYRGSYRVWLYF
DVRGEVDLRDPSKSSLSVVRLNRRRDIRSRRAQADPDHLAALERATLRRPLRLLAAAHAAEPPSSVGFMARSYRQHKGVL
EWTGEPLGRLLRALQEHGGALMFSYACNISSRQPLQLRRSSPPPPPAAPVAWDLCSLPNRIEQFARHVM           
>Crei_XP_001697023                                                              
MEPEMPAILPNLPNSVLTSIFNKIIRISNPGQLVKLSLACRSLREAVVRAEGLWERLCVKQGWSQRQRLPRPLPPLELAQ
PGPEEAGSSVGGGGGTATAGATATAPAATPAAQSLPLSLSDLDLHWYLYYARRMMLRRDVRPVARLLRARRGGAAAEAAD
LGPAGAHQWRGVRRAAPAAKSSFIVNILQTWTYSTTLAVSPTRGPSATPAATGPGAEGAGLDIAALFRRVLSNGVQAPVY
HNYILEQLTGVLDWVNNLLVRNGTPKPFVYDAYGRVVEDAGAAASVEQQQEQLRAASQSLRLLIQQLQQVNTQYAAMADS



EERATMGQVLTQLNTMADRLAVAATRRPLPHLEPGAAVGLDLAPYVPPEQLYGVDKYRDPVLRVLDGIYSAVVVDSGLRE
FLAGVKQLGDSLADSMAVAWTGAPPVGRLVAYIAASRLAGMDRDGGLGDTRLPSEVLASGDPYAARKLAEFSRATEEKRI
GRDRARVRATIKDRLRWLVRALGPVTSVVPGGEPLREEVDGLLSQLEALSPTDKPLNTSVDAAAAGYGGAAYGGGSAGGY
GAGGYGYGAVRAPAASVDPDLLGEWRLVYASNAGSAAGAPSAASQAASGGPNLLAQVLQLADSLPGFGMTHVLQRLSLEE
TAAGGAAPAYAASSAAYGAAGAAAPHSAAVVVTENSAVFRFGPLGSWRVTVKGRWMDNGGGMCAAAEFESFGVRPVDLWG
LSVEALLPEVTVPVPEVLRSRSEWCTTYLDEDMRVGRGSGGALFLFRRGGADDVTEAAGAMGGSLGAGSGMGMGLGVGLG
AVAADARAPVMRPL                                                                  
>Crei_XP_001696961                                                              
MKCRMGRLDGTLDGLVTAALRVLPKQKRNAVATAHRRAAVQQRREARRRRSPDGTPRAESDDDSSEGGDGSEGCGVRLPS
LHDLPLEVIETVFEHLGPVELGRCACVSRSWREVAVSSHMDMVWTQLFHLTFPRSALVAAAGPGGAGAPLATAYTLFCRA
ALGKSWAAAGTGLPPCNEATCMYGQDT                                                     
>Crei_XP_001696384                                                              
MVLVSGHRPWLSLYNNLVTVPNKEIPESEQVELAPIQRALPNEMLVKIFSQLDPYSLGKAALVCRQFRSLHEHPRLWERA
CYDAFHLAIPDTRELHKLMATQYRFSWRRMFIQHPHLRFDGLYVARNTYVKTGVVEFTSHRAVHLVSYYRYFRFLPDGTY
LYRTSPQILNKVAKSMFAPTPGLVPAKQQQQQQQQQTQEQAQQPPPPQQQQPHGGKERAGGSAADKGPVLAGRYTVRGSK
VHCALIYPNSTSTELRSRLVIRSTHPGACNRLDIEAITTYDRELGAESSLLPPPPSQPDDPDPAAAKAHSRGLAPCMFVA
WEDVAVHPLNLPPSQMDYMLV                                                           
>Crei_XP_001696264                                                              
MASQCECCPKQALFRCGKCKSARYCSRESAGEPAVVPRPPLLPQPPSERPSLGGSGAGGAGAMARGRPTPHLRQGAGAPP
HGGGLVFGGTTTTTTTSGSSGLGSLPHECLMEVLKALPARSLATASAVCRAWRRASREPWLWVRQLCAAGYPLPYAAYVA
ATATAARGAGVDGTALQHQQQAQSTGTAGEEGGEPESPGRGAGLGARAVAGVRGIRAVKAVRAAGVAGSHEDFLGGLRSG
FLDRLQAQAQDSPQQGAGAGGGATGSGGAALHMPRPPPGKPPGAAASSATCSAASTTAGGSRAALLQPALDLKAMLGRNR
RLESNWASGRYAESQLREHSSNVECLAFQWVEPWGPVLCSAAWDGSVRVFALGPSEVGGGGGGGGGVVAAAPPQQVRVVR
RYRGHTGWVTSMAAGRHVVVTASTDRRVAAWRYSSEAESPAALLDHPAEVTNVRFAYAPNAPAPTSQHPAPQLVPLSTLA
RNQHGAGPQQPNTESDGGTGNSPLRQTSDPVQQQLQPWSGNDSSFGRGGGTSTALFNAGGAAATAMIPPHDAPYDPAWED
WVVTGCVDGCIRLWHVPSRTLLRAMSGHSDVVWSCHPLTGSSVLSGGAARARIPGSNGFSSNPGGACGRRNSGSGSQPTS
SRRAACGRGLLTPRLFPALAALSLFPLPDTRNPPGPLVADAPTSAALLPKPAAAAGSVDAAQLGRRRRGGAVLPPSQRLV
LVTGSVREVRVWDALSGVALVALEDHSGPVTSISLVHGALVTLAMGDGLIVYKCNGLDTPPTAPAASSTSSASSAPGLPE
QLLVEEVKILVKPFKAAVRLFPRAEASAKRLATRTAIDWDDAQLLLQCIYDYVPHAAEAKSLDPVTVQQLTELGDRLENT
ELVIANAPGISLTEQEQAHREKLKRARSSIEDVLADAYNAGVDNDCPFKSYDDIMEAIK                     
>Crei_XP_001695302                                                              
MADSDIESRAASPDAAKGNRICLDELPDEILIQIFGHLSEVGNTWDEDDPLRLGSLPYHQADLELLPCTGLRGYPFLAQV
CRKWRRLLSTPIAQTLCWRKATVDFGHELVTSIHTPLRWSNQRPTRDEYETAFQQTSISAAKVLGFLRSLGPVVQSLTFS
NSEGYDGEEGEYISLSDKHDFGPSHLGFAIAMLANTLTELRLYRCNDLVVSDQGLLGLLPLLPHLRVLGVEGLRSRVSAA
VVAPLGDLRKLDTLVLSGAQYRSGDWTVGLDGLPHSWSRLTGLTRLELRGHQQLLDLPGWFAAALKGLRVLDVSSCSSLA
LGQLSHMTQLEVLVLQHLNLAHALPTAAEMAALLAAGGHWSSRTLPDLTPLARSLRSLSLSCNRLGLLPEWLPKMTRLEH
LDLSYNKDLHIRAPLTGLAALPHLVLLDFRHVHVVEKTAYWPEAKCVTMQHLTKLVNVLKRRQPQPRFWRGGLARNASRA
GSVPPQPRAAHTDARLHVFFNASIWTADEQAPTASIMAVRLGVIQAVGNSLHQVLRAAQTRRQGQELQPRAATVATTATA
TGDDGEVVLHDLQGRFVMPGFVDAHTHVIPGGLALMRVQLRAVRSRAEWEARVSAAAAALGPGEWVLGGLWDESDWGGQL
PSREWLDNVCGGRPAYVTRHDSHLGVANSAALARADITAATPDPDGGTVDRDPATGQPTGILRERAMQLVAAVIPEPSVV
TRRAALAAAAALALSRGVTSVVDMGRYPFSDEGSTWRDLQEVYLPAVESGELPLRLVANVPLSSWDRLQAWVALRAAQHP
RQLSPLQDPSGRLFWGGLKDFLDGSLGSHTALLWQPYSDDPAAHGTRMLPDTRLRQLLRQALAAGFRVSLHAIGDRAVDE
VAAACEDALAAAADQEEAEGAGAAAVVSGARFAIEHVQVVDLQPLTSLYAALHREAPPPTAAADLNDRLPPAQRMEVVGV
EDGAPDLDDHHTRHHQQQPQQQTSNDSATTPRISGGGADVASSVDDSTTAGIVHAQDQERHVSLDEALRGHTSWAAEAAG
LQGLVGRLAVGLRADFIELDLSPAAMIPVGGGAQLEGAWEVPAAFMAARGTKHHVGGDSGGNAGTWQGGRLPAVLRTWLD
GKLVYDQQQQEHRPASRGAGRVLQQEEHGDGAAAGVWQVV                                        
>Crei_XP_001692540                                                              
MGGPIIVHPLFQHTLAWEPEYPVRTLEEIPKDVLHLIAERLPTAQQLCVLACVNRRCKEVAEAEELWRQRCVTRFAITSH
CSPPSWRKLYEFNHCFLYKVLLSRSAEQFSSGFSRSGGAYVGMGIAIA                                
>Crei_XP_001690999                                                              
MPALQPCPGCGCEIDSGLLWFAGPGLARICCNKRCASRAQKRHEALATGKARGRKSMPLLPIADDPVEAERGWSSLNQDV
MAQVAARLGLRDCLAAALTCKHWRTHITRGPSNHVALRIDDMTPEGSRRVPDGRCACCGGAHDVIKCKCKRVAVGTGDTA
SPAKAADKPAAAGGADAAAQLLDSARRLLPHVDHLSVSVYSRCRQRDYLLKHMRALSRPAPALSGLLPNLTRLSITAKYS
HRHMGLAGLAGLSRLTELELRQAPPDGVEVADWAVLSEQERLHQRRFGSHSSFYREPWSANEADMGALSALRVLRVHGDL
LSPPALGAVGPHLTRLELHRLSLARYTGLGQGETMTWTIEDMAPQLLKCKVWRLRYFSLSLAWDPLDMEPYYALNTSGYI
LSSMLLEDLVGLAGLSHLSINFHAGGSQQLHTLSQLTRLSHLALRCGPAVRIELDSWDAHRLCTSLGPRLTHLDLELPAS
CLGADVLESVRLLRALRCLRLSAGSQDLDRLRKAMTREELVPAPAFRLGDWAPKGLQRLWLRGFSGLQAPSVLPGGGGGG
RAAVGGGSEGRVAKACVVLPALEAVDVVVMGSGEAAATAREALAAWCDAGGAPLLKSVFVEGMSALP             
>Crei_XP_001689742                                                              
PTALMDIEHVPLGPGEQPLPLLQLPSLCLTRIMHLLPFQSCLLLSVVCRELRDLVQREILRGVRSLAFDNLPGTHVGEAL
AWTFRSSNAPHLPFLRSVSASGSAALQPLLAAAASQAAVLRQLTSLQLDCVKQLQETQLEAILTACPNLEVLSLPRCGRL
GDAAAQAVGRLLPRLRVANCSDWSALGDGGVAALALGCSGLEDVALDGCLRELLLRQCPRVSLVGLLGRCRALTSLDLSG



CPRVETSALRSMLAGCGGGLTSLQLNGCVGVGGEALVGLGAACPRLARLNLRGLTLQDCHLRDLSLSLAWCTKITDAGLA
PLVERNPGLQDLDMEALYLCSDALLGRLAAAAPRLDRLCIRMCHRLSAAAIVDLVRATRMSALLVSGIMDEAGTLDLVAR
VKAARPGCTMHW                                                                    
>Crei_XP_001689513                                                              
MDEAFGDELEQAFTDWDAEQDAGQDDLEANKCNNDDAEANALERTIQATQPPTEGSAASAATPDARPRLHLLQLPREMLL
RVMSLLPATGLTAAACTCRLLSELASEDAVWRRLYLCRWGKPEQHVRANGKQWKRTYLDADGEEWEATRRQHQDLDLDLA
PAPKPKPGGSVAARPPRLPPGPLVVLLVPPALSPRLDDRMMGADPGDIAAKAPPRPDLSHRGRAALTFTRVNPGEEPPVY
ACEQTGWVHVCGDACTEGVVDARSELLVCP                                                  
>Crei_XP_001689445                                                              
MASDNAPAGPLLSEESSACLLDRLDSNILVSILSFLTPREVVTASLTCKQLAAAAEAPVLWRQLYDSALCPRVKERHLPH
PSQARRGISDWRGVVVRGLLLRELPHGAWERLQPEGNRQLRPCPREGHAASSWGRDSMILFGGWGSGIRNDLYILERPPQ
PGGAPWVLPEQDEPCGWQWRVPRVAGRKPPVRYGHSATRCGPDGGWLAVYGGMQAGGYAAEISSLALLRPFSDLDPADYE
YEWYLPQLSGADPGARGYHSACASEDGMRLFVFGGIARRGSTTRLSVIDLRTLTVDRPTTTGGGPSPRFGCSLFCYGGKL
WVVGGGNGSDLARSGVDLFDVWTLDLKSWEWAELLMFGGSLELGNHITWLDVGACPAPVWGHPAAVLGAPPGKRMSAVAA
ISRTDLLVFGGWIYSCGEMGDLHRYKLLLTHLKLMREAQEREERSGHVPLALVRQMHETMMSHAVPSLLK          
>Vcar_XP_002958409                                                              
MDSQDASENMRPAKRARSETAPDVDMALAQQQESNAVHLLNLPDGVLHHIFLFLPANALMTLDSVCRYFNYFAHRVAKEK
LIAQVGYKQAARWRDYNWLQRLAIEETVTKFDLVRGEGQSFTFTETANSKALREIRLDHPGPRLLLSDVSTAQTLILRWK
LQLRGNNAAEFGVVPLDMQDQQKALHKCSPNASDERATGFSSAITVGSLLPARLPIMKDTIVEILVTPREISFIVYNPED
GSEMVWQNNSTVARQYKVSSPVCNNSAARGPRELRLQLPNTYQCPVKLAVTAWQRAAFDVLHMLSPQELKQLQQERGKGA
HTGAVTAAK                                                                       
>Vcar_XP_002957334                                                              
MSKDATSIVLPPQLQALVDALLGVRSRRRQAQRRRVASHLAPLTLERDWLFGVLPPAVTANVLGRLDPLSRKALRATCRR
TRLCVNGATCRLLLDGRGLRRFSIAPLHVLFPQLRELQLAGSSSLAAAAAASGGGGRIGRGCGGGGGGAGGPAQLLALLE
SGALAGLPSLELVDLSRRWNTEAEGGKEGEEGEGGEGEARLLPLPPPLAVEAQLPSWREVAVAVREMARRAPQVRLELEG
PPVSLPGPAALRYFPGAVGVRRLAVQVETAPPWALHRFDNLATSLQGVRQLTLRLPEDVRPGVVLTAMQSMCYLDQLALP
ASTLGDEDLEPLARLRTLHTLLVGGLVLRGDAAAAGATNTTTANTTTASGGRGGGGGGGPVRPSLERLIVSHRLEVDPHL
GLLPLLPALSALGVHMQALTRPVQLLPRPQPPPPPPPPAAPLPPPPGPQHLWQELVQHQLAMMVGPAAEPPPPPLADAWA
APLPPPPPLPPPPAPPPVNLRELCLMYRKRPKGEGGRGRAMWDWDRMAGLAAAAAAAAAAPGEQQQGLAAAAANGSVCDS
HVAAADLAAQAAELPTLQRLRLWRCPSPGSALRLLRPVADKLQLPLVLLELHDLGPPGADRGAANRTAAAAAAAGAPSMP
ADRIHEGNVESEEEEEESSGSAELEEGEDEEEEEEGERQGGAAAAVETQAEAGSAAGVAVSVVEVGQGDPVRPSATAAAA
TAAAVAAVDDELDQPALLTSLLTSRTWRTPSDQLASLLLGSCRTLTVAGGHPTLLRSLASVGRTAAAAAAAAASPASPSS
PSGPNHCSSAAAGVTTQRLFVRRQPGLDEQLLRQLMGGLSGLQVLGVAGCPGVGVYDAMRVRREARTRASLSVVWTWEA 
>Vcar_XP_002957279                                                              
MKRLRDDDWQAPWGALPQELVQDVFSFLFTHDLASASMSCRAWRTAACAMVTHLTLPLNHPMLIAGPAPGWAELVANMVR
QQGAQQRHKAGEQLPYSTAAVSSHGMTPTRPVSGADSWPRLGEVTAIAGPSSSASPSTPPSSTAEGHRAPHTIDASPLAA
TPRRGTPLPRLRTDFPRVTHITLIHNAMLHRAQVHAAMSTLRALWPTLRGMSVHDSVTWDLPLDYSALGVMTHITSLELL
FQGQGGMDEAGQPLYRASMPHLCKLGHLKELCMKWIIGYDVDSFLDFNEVYDLLASLVRHNQLRSLQFGGENINAEGARH
LASITTLETLNLVCDARPASPLHLLDLLTMPRLTRLELMHVCPDHAWNAAGEGRDPLQELSRRAALLAASPLRYLALSLS
PGCQALVSRALPLLPHLHSLSTAELGADLIACIGSLTGLTSLQLPRGLPSGEVTVYDTAAAAAAAGAAAAAPPLAASKYV
MSHLSSLGRLTCLRRLMIQMDSPADTAAAFVDGSLVSVLTGLPHLESLHLSTWNLLGADPTEEALGAFPERLPLLDSPSP
SPSQPTHTHHLFHRQHLQSSHQQPQSQQQQQQLRLPHPHLQAGANGEAAASELGNQSHGQGQGAAGAAATEAALEPAGPI
GPAARVDDGSSSGNAGGSSSEDRKAALLEPRRSHRQAVPCLPELPTWAWSGLRSLSLTHWPCVYGKLREAGPPQPGRCYA
VRWDDLPRSLEALLLVRCQLVGTRPPARLRHMWLADCLSVDISIPKVLGQLPELETLVLRWPCAPEEPEVPSEASARSRA
QLVAAVTSLKGLRTLGLGGIRCQDIPSLAPLSLVRHLMLEPVQPPRPAHDAPASQRDLTLLDQLMALPLRALAGLRTLWL
PNWAMPIKQLLQWQQMLQAAMPLVVLRVTEYDVVWTVPTPVMHVAQVEAPSSLAGRQGSARAAVAGGAATQSGVRQPGWG
SSERSPLHAGRGLDGQELEWWHIGCWSVQ                                                   
>Vcar_XP_002954304                                                              
MSSLGSSQQDAPSVFRLPDFVWESIICRLRTHHRAKLRGACRKFRTLVNNTVKKVKLDPTHSEDALHWQLHSRFPSLEHV
EVIKPSDVDCFTDQTFAQLALKDLSRLPGLTSLNLEHCTQLTVAGMAALALACPQVCQLCTSDVMLLALGRLPDLAKLRL
QCCKHCDEVALAYLSDLKRLTALELEDYGQALRQVLNKIYEGKTALLNWVTGMTGLTHVDIQRVDVSGEELQRFTALTGL
VHLGVGDLNLECSGRGGELDHPLPLLSVTKLVSHNILYEAHLRTTFPSLRALSCDSTDSSLKNIAEITSLVNLFLWDNPV
DSISDVGLAGLSGLRRLETFRLEGSGAVTDSGWVDFTSAHSALTKIDLAKCPNITDIGFILSIRNLSRLERVSFTECPLI
DTRTLAALLAFCPKLELLELQDCDSVSLASLRNLLSTASHPDLELVYRKGRSMRTMHCCR                    
>Vcar_XP_002954053                                                              
MPGAEILRLGTDTLLRILQYLDVESLAALCCTCRDLRSAAETPSLWKSLAHERWYHAHTASFPAASEPGASRGSMPIAPN
ANRQAQGTGGCATSWKGLFAGGNGWEPPRLRHTAKLRCLLSPCALQLLWLPNPINLPPGNANAPQGTAGLLLALGLGKTL
ELWQFSSAAFKFTVGGGSTTTARNHGSSPHGPVTGDAGAAANSSDLTPSTCRDRTSDCNASNPGKGIDTSTGGCDGGGGG
DGGLLLHSLHVEEGVSSVAWIVGPPGGAGGSPGWAGSSGGGVSSASASGSDEMLPVDGTAGPSTGPTQRPAPCKPATASA
ATVPAKSAIAAMKPVVLAVGTRRGKVEWYRYNDDVMRRQGSCRSTDRAAAGHCRESYGDGGVSGALRLLCTTDCGRSTPL
AEMHLLPASGGGGGGGLLAALQRSDSVLDWGASQNAVQLYDVASQRHLLTVCEPHKPRSATAALYTLDVRCGLTQRFGLP
HRSMYPRIATAREHYVFTSHAGIALEVYDRRAMSVPLYSCARLPWRSSGQEEGEEEEGGEEEEEGQEGVGVLEEEEGDVG



PVHASYYPDFRECNPGWSNRPAKANIRHQALWLESNGDVLVGRSDNGTLWVWDLSTVLGWARGPDRSGLWHWLYEHGPLE
LGDDFTAMASPEAAATWQWSGAASGLGRGEVTTATTALFGDSAGGGSGIELGTAPFGGGGQDGGTRCGRGPAVAAAAPGK
PICLGSVVHGAAMPLFALATGASTALFNLASVLCRGTLDVRDQHKEHYQNNHI                           
>Vcar_XP_002953194                                                              
MPLAGDCPAPGLARQEVNGHVPIGSVHILVHGLSSRLTRLANFRFQERSLTYSDGVEPPHTWKAVSAYGTRSAELLTAVA
RLEATKRLTVRALWSYDEARVRGWLQKERKAAVTVLGAVVPRGERGEAAVGSSHLYDLIREAVEDLLEEQPPGGNRERYS
LISCFRELPSVTRQYDRQYDRQRSGGVGGGGGGISSTSSSPPAPILELPPEVLEGIMSRLGPLDLARLRATCTALADAGA
AGGAVPGVRLTLFPHQGLGKTITALSLVLKTLGQLPAPPPGAHVEWLPSREGRRVGVYNRADGGGAGLGGGSGDRGAVEE
EAAEEEGEERRLSSQAAEVMTPNGGDGATGGWRSARSPAAALLTVTTATDTTTAITTPPSSPRTRRQRQRQQQPPPQRST
PKLAGGGAEESPSRNVAVGGSGGGGGGADGELDRRGRRSGGDAAAAAGTSGRKRRGKSQEQPTSASSSQRQKMSREGGGG
GNRGRGRGGKAVLTDDDDDSDEEGEEEEGEEEEEEEEEQDSHDSDDDDDDYAPSGKGRGRMCAGQRRRRSAGGGGGGGGR
KAVAAAEHRQRQRQSAPSTQRRRPGAVGGNGGGGSDVAEDGSEEEGVVWVQCEQCRVWRRLPSGTLAPEGDDPWFCHMHP
LPETASCTAPREEYDSDGEFANAPGFFRPGDQDTAGAGGDGGVGERVRVSNVEYFTSTLRAAAAALGVDAGRELAGMKAL
SWLVAQEPAALHSHGPGVVVPTEVRHTSIGYDTVFRKLDLVPVGDINGGGGSCRRGRGGGRRAGGGRGGGSSASSFTQHR
WRTAPYMVRLLLDIKALAAALAALRSRPDGPIRFYLSAATLVVLPATLIDHWLQQIRTHVARGALRVCVLDRLDPRAAPS
PASLAWEYDIVITTFNRLSFGKPNHRTSVLAAGGGSGSHGGWSQVLSQIHWLRVILDEGHLLGASTAITNKLQAACALLA
ERRWVMTGTPTPATHGSSAAHLQPLLAFLHHEPYGTNAATWQAAVQRPLDACRPEGRRRLMRLLREIMIRASKADLVLLP
RLVRKVTLLDFEPQHAKSYNELVEVVRRNLLTSDWCDEAHTESLLSPGQGRWSRQMMNNVWLSCCVAGSTNNVVKEEDLL
ETLQLLCERLGLPAPPGAPQQPPLSGSGGGSRAAAGGPGSASVSVGGVLSLGPPWLPGDHPLKRVEEGLRYGTECQVCGE
FVRQPMVTPCGHLACLDCTASDRERCPLPSCRTPYLMQAVDDAARKKHNKNPKWPVPQELIEWQPVYHQQNAVGEWGEGR
EMGRCRSGGTWSATWQLTTSSKVRHMLKRLREVGAAPPPPLPPQLQPPAAVAAAAAAAGDHLPEVPQRLLLQQRPPPPPP
PLPPPPSSPSCSRQPHLGQSEPGSPPPPPQPQQPAMAPAAAPAVAAVAGVDAGGGPAEVATPAPTPATPLREQLVTGEDV
DGGDEGGSAGGGHPDWMSAGGRPPVPLLVAPMSGEAALTAPSRVVVVVPVVVVVVVAVHPHQGPVIGKEKREEALSRFQH
DPHCGVLVMDQLGAVGLDLSFVSYVLLMEPLEDVSLEQQVVSRAHRMGARRAVEVETLVMRGSAEEVLLRQLDDRRRRRD
WTTPRTAQQPQVLCHKLQQQQQEEEAEEVDLLHNKHCTGGSGGGSGDRGGGWSDVRCPDREGDPRVAEDLEGTVQVDRRA
LRNQLFLLMQKVRLGGRRGAGSGGNGDGGGGWSGVGASLVSGSSGSGSGLHRLLVQGGRRGEGAAAAAAAGSNSTGGSDA
IGLEAISAGSIATGRSAVTAVAAAAVSAADPAAASTTASAASASTITTTTTVANAVTTHIGNGVMAAPGVNVAVAAAGSG
GAGPVVTHGFVQQEGVAEEQKAPKRRRVRFAGEEGE                                            
>Vcar_XP_002952131                                                              
MCLKGMLLAACVCPLRASANSYSSPIDGGVLFLVRSRREDTEITCYGYHELENRRAVQSKSQRGAIGFCPESTAHRAQRP
DARLRYSVLVIQVYLAPVTWSASNIIRAYCSMATTELDGDELERAFDEAAWDAEEITQEDVPTVEGGDNPARSHRAPMAL
LHLPREMLLRVLSLVPATGLTSCACVCKALSALASDDTVWRRLYVARWGKPNQQVRGSARWKRVYLDADSEEWEATTRSN
GSCNGSGSFTSGGSSSSNSSSSYCNGGGNNDDPFLGAMFLDMLRAKRDLVPDRRLLDRAAEVDPGDIAAKVAAWRRARGF
HQHDGSGAGADTSGSSDAHPPPPPRPDLSHRGRASLSFTRVNPGELPPVYACDQTGELLVCPVSGQTTDRLVHECEEGDG
EEDDGGRCGVGGGGRGGAGEEDAGLGVFGGGFGSFFAAGYECENEKALNKLLGYKALQVVGRNFDPSNSQAADHPWMWKE
LRGVCPWSSDSIGDSVLCDKLLVWRTVINQPAAFFSKVLVFDMDEVTMNLFIACCANRTAKASKQVAQHYKTASEAQQTQ
KQLNDMSQLLPYKEVIRLAREGDPHKTSLVACLASLSSEQRAYLGAALTGQTKSASRRGAHRDICPLLGDKEASWWRLCF
GQSGLGEGGILEGGIAPGAYPGGWYRCTTCLLAVAGIGSVALGSVTEELAQLAVALHGSAVADSSSVTYESRRRRCRANA
EPRRATEFTQDACWQVLGFFGMLRRSELAALTVGCVEELPGGGVGLQIVRSKTDQKGAGTLVCLAALTQSGIPIARIQRH
LECVRTAEGHSPLFVRGITGPGKQGTVWRRGDFTSRLHVLLGELQGYEPELKLDLARISAHSLRKGGATAAANAGVGLEE
IKAHGRWRSDAVLVYIRRSVAEDLLHTNIWICHGPFVHTLARLLYALCYEPHAPAQQRSNLYCWSS              
>Vcar_XP_002952082                                                              
MIQWARRCQATSELRSSSGQFLFLPLELQLRVLEELGGQDLCAVEAACRDLRRLVAGNAYLYQRALMEDFSCVILPISCP
SNWKAQYVDMFIRARLETLEKQRRICEALKQRLDELDDLLGDADDVRGVLGAPELLTSEPSLVLAIVGDMEQPLGVTQLS
FSRSITIIMVIITIITITTSTHPLRSFDMLAVWEAPGMMSCGTV                                    
>Vcar_XP_002951834                                                              
MGGPIIVHPLHGHTLRAGPEVRTLEEVPQDVLQLIVSRVMTAQELCVLQCVNKRCRDAAGADELWKRLCISRFAVPESCS
PPSWKQLYRFNYEFLYKVLLSRSAEQLSSGFPRYGSGARFVGMGIAINA                               
>Vcar_XP_002950593                                                              
MTLQIAPVEGVLGLYRPWLSLYGNRLQVPSAVSEQQVELALIQRTIPQELMVIIFSFLEPYALGKAALVCRQWRNISEHP
RLWEYACHEAFSLGIPNHAERHKLMATQYRFSWKRMFVHHPHLRFDGLYAARNTYVRTGVVEFTSHRPVHLVSYFRYYRF
LPDGTFLYRTSPNVVSKVANCPSLRAVRGPGGEAARANQPWDRGTKVYCALVYPNSTCTELRCRLAMASTHPGANNRLYI
ESIVTYDRELRSTADLSGQQGGMGRREGPDADADVDAASGKSHSRGLAPCMFVPWEQVHTSPLNQPSHLMDFMIV     
>Vcar_XP_002949997                                                              
MDEDTVALVGIRPTGAEAPGPTHNSSAATSSQEVPTHDVLHQTDVLNKVFCWYEIFTEFPCLPYHDPNIPHAQLHVTRHD
SFPYTQSSDPQPLNRLRRVSDLANAAMVCRSWCAAARDDQPWQNIYVRQYGEPSPWETCTSYREQCARRVGIRRPYPSPS
LPGAPAPGATLEAYDRQYGVRTLTVSYDPVSRALVRAVRSWSLVGHDDLVAVQAIPLEPHPPSSAAAAASPETAAATGAI
EPVSDGTTAPAAGGGGGTDADVSIGSLWLCMLTPDGRSPATRPSTLPDVASAAAAADGLRAVAASKCVGDVGGSGGGGGG
EGEGEGVMHLTEESVRQIASLAELLPTVMCCGGGLLYLPAGPMGHGLAVWDLTTTSTTITTITTSTTMTMTALSSATGGG
CSKTCYPSPLLKRSVTAAASPLPLPYWLISEPHPGRLLAVAADGELAVSGCDGGRLCFWQGRQRVALGVADISDLTQLPV
LDIFPIPAARAGSRRHRLWISVCEASGLAAVVLTSPQAPVVHIFRAAPRKRGISYSGGGGGGTDGGAECSGGVGQRLATQ
IFGGAPSSGLLLYRRQMLTMQVMCSDVMGARFGGSGGSSVRVTLAMCLWNLPMEGEEEGGEAGEEEGGGGGDEVGGGHWS



DSWTRLFSSRLQLEHPRTLVLGRMRPVMAASEDLLLLTVPHNVGGRPPHSQVLALELPPPLIPPSGATRGSLSSLSSDEE
EIEEEEDDEEADGEGDGIRGLQLSSKDEGAGSDGCRAGVEQERGSRRVRHVRHVRQPQLHGGFSGMMVIPEEERLQWIEV
VEDANEVVSAMVPTPRHLALLSEGGRLRLYGIIPEDVVPWTAKVALAGGS                              
>Vcar_XP_002949834                                                              
MFIMRLRELAIISQGTRLTDNSLPASVPTGGLPSSVRPRNPNQKATWNELPVEVLKIICQHLDPATLLAARRVAVAMKDA
CSSGAMQLRFTLPMQSSQWVPAQLEAWERRVNCIAGLLSSGKMVSHEMQLRMEGAATWKGEENMPPAQVQNAVQRLSPLL
QSLRKLGHQTVTPITHLDVELPITTEIIGILNVAFPDVTSLRLDCSIPPPHNHALVLAESHAFTNVCKLDIGLTSWDQIQ
YLASLQQLTELRVRYCLWNIPELTPLAGLQNLTTFGIEVQDDRARFQLDFLGPLVRGAPRLRHLRAAIILSRTVVSESGP
ASCDFLAGCGLETLDLDVRVPEDAARTAHAHFRNLHLAPQGCKVYLTIRADALTRETSFESAATRGANMSMPRLGVAHPS
PPDPRERWGALNMSDLGGHARDPLTLLHLRGYHTALSTLPDLSAAWLMRLQISNARLSPADFAVLATCTSLEHLFVRFMY
QPDAPGSNTSTTEPVHNLSYLGSLSFTRGWGDCIRPRELQSSLRLVAHASHGMVTRSRKSLQGSGRRSTGSTAAAAVPLQ
PDCTSQAAPYVLRPLLQLQNLRSLELLEEPQSPVGPPPRLSAVGAGSSGPAMPAAAVSAPAGASAKRTRRGAAVKSNAAA
GPSAATSAAAQAGPPQPAHTPQTEPTPTLLPLSRSGLDHFLLHLSCLDHLKALSLHFLTEDVDLPDCPCRTSCFVPGTRG
KEPPQPIDSEYVCKRLRMMDPECYRFVLGSLVVQSPIWYRPSAWPALES                               
>Vcar_XP_002949778                                                              
MGLALSRSAFDPLPTETIVAIFANLEFPSRQHAALVCRRWRNILQEPPFRRHVAPGQSLSEALQACNPGDTLICPPGMYQ
ETLLVDKPVRLVAEDHWCEKRATLNPTLHLQYPQSGGPATGDRLSTALVNQSTAAAPEAGPGPGSAPGQASGQAFSTQQQ
RQQMRQRGTGRGGDRGGVGGRPRVPSVTVMSLRPPVVVMDSRCSFVGFEFHTSVAHNEVSICCFGPHAPLARFDNCTFSG
RTGLQVPYSKGSQTRLELYDCILIGTTQSLAGVEMNAGQLRMVRCAVQNNSVGVEVGPAALARLTDCEIRWCNTALVVDG
CLAMAQCRLWGNGKVGNQNTEARLRAAKSYSEACLSGAVWPLPWPQQPGQQQQPGQQLEPGQQQPPGLKQEPGLKQEPGL
KQEPGLKQEPGLKQEPGLKQEPGLKQEPGQQLEPGQQQQPGQQQEPGQQQEPGQQQEPGQQQEPGQQQQQRQPDRCRELM
LRSPRAAAAAAVEITAAAAAAAFPASNRGRGRRGAAAAAAGDHTQAGSSTAAAGTRAVTATYVVQDSVPPLHPQALAAAQ
ATGAAGGSRGISGGGLSSPHRVAELAAVQWAEVSAAFANRRQLVRVLDCEVAAPRLIIREGFHKEVRKKARDLVRQVYGA
PDSDHLSLWEVLVHSDLDSDADEEDASVTSGSGMADDDDLDLEDEDEDPLDAFDDPDLDESAEESQPGSDSDSDSSSGRD
GSPSDHDGSSDPGPGAEIRMV                                                           
>Vcar_XP_002948656                                                              
MASHRHQHAPDWSALPTELLLEVAKLLLPSQLGSFALVSRAWRQAVLPLVTVLHVPLLSSITLPSGPAGSQQIEVVEQYL
DFLKQQQRQPQHQRQQVQQNSRAGESANQTTQENAPIHGKGYGHGCGSNGTHNSNHASAHSDGIGDVDAKNRQRGATAGS
ADCGGLSATTRPSLAASQPSTNADIGLSLHPGISPPLMQHLLSRFPFVRTVGMHRSQLQHPRLEVAALQGLSTCQPTVSQ
LHMYDTLAWDFPQQLTNLGALTQLVTLKLWSLGAPGLDPSAQLPVRLSSLRFSK                          
>Vcar_XP_002948229                                                              
MTLNIASIQIENAGLPDEHRRPPRCWEGEESEDFTLPQPLHMFQASVELDGGDETCHAKVKPAVTEDTDHVDQRVSDGLA
RRHDTAPAMNSFASARKHVTISSSSCNQALSCTHVGGSGNRGVTPFSPEPAELAAANTPAATGSQAAVDNSTSPVTTRGD
SIPAEVLLLVLSGLRDVGDCVRAALVCRHWLSVVTLSRAPHAGSPVLRPPPGCDHPHSKMLSYKTTCALTQVAVRFMVLR
KGFEYVVEAAASLWLAACRAAVDSGGRQGQQHHHNTNHKHHQQGPMPPPPPPPPPQQQQLQLPKHQAPGLHQGPSLQAAP
LSQAVVGSRSSHVTCSAGAATLHTPAELSSVVLDIAAGSAGAVGWQQPEQEQRQDEGCTGCGVGRGSDSRMGEKLQQGKG
SRVTEEVGISSSPSGACEVASSGSGSVAASPPAVLGDGWRGGRGRITHVDQLWETCGRNRSALQVDERFNAVRVQQMVGK
LCCSGGALWLSLYEGVAAVMASRCDQIRDHLTTEAAAATCSSTSADLAKGQGAKRRRGLSLRDPSSSSSSGDGGGGGGQP
VLRGDMVYGGSSYADRFAELLRRGDTRGALALGASHRAAGGSSGLERGGGDGGGTGGEGGGGGVVQWELDEPEMREVVLM
VEAVSEPPAIVAEGLLLWRRLLSSWPVYRRWLEVWVVWCGPLGARVEAERQLAGAAEVQREAPLAPPHLTNKGLLLFRSQ
VLLAYPLRRPLQAAALWLSARADQGEEEGSVRAAGGSSGRLGGSGFTGSRGGGSGGASAVCGSHGADGPGLSEEHGQLLT
AIRKPPQLHTRQKLQRCFGSLLLRPVSGVTRALQLAQRLQGLREAAAAGGGGSGAGGGSW                    
>Vcar_XP_002948026                                                              
MSLALVQEHVDRAVRNASDYMFGLAEKIKLSTYPNPLPEANPTCYAIREEGWVPPAELLQKVFGFLDVTTLVNTVQLVCK
AWRAEVERYALENRASRKLLDQRVALASLGPPVSASHLYLAMCGRNLLRNPGFRRDCNTQLLELGRQTWNKWKRDAWVVS
HTSQDGLSWEQRPVGFISEGGCGTDAPAPPVPYGGGGVRLGERVQQQLKGLLNGWTMRDSGEQRQQQLGVEGPELPTCIA
TSADWCEVVQVVDLEWELRRRGLTAAQAAHLLDAELSLRLTVHVGSRSDCLGQFCVGLVLDEGNPGDALPQIQSFVMRPS
RYRYFSGKVRCAATDGWQRFEHHVAACPRGFRRALVLLRGRRAPASMVEPSNGGEPLPAFCGAKFASAELVFE       
>Vcar_XP_002947473                                                              
MKFASRCILAKRASQHAREECEQVSGSEAPVYNILGLPADILEHICHYLNVRDVIALSRTCKLWGGVASSPRVWAGLVQR
SFLFEELPQDLEFLSSLDTQHIRAQFWQLTRQRPAFLSDAPRTSEILERTGSRFRKQLRSAIPSALILHLDGRRDFNFTT
VFRDVPPGHYYVIWRVMLQPGYVRGYCNFRAVFSRPSDPKAVATAAAAATAAVAGPAKHLCKLPHKSIATAAAVAATAVK
HRLLLPLRRKRQDRRRRAQEDGQSGLLAGTDVERAGGMEGVEQEQEIQDDGSGGVRGRKTARALLLRLWPNGAWGCGRLR
GGVSSAAVAPMVGRDEDSAATAAAAAMVLMQHRNHQHHQHQHHHLQPGQQELQQPQQQQQPRGQAGQEAHNAPNHLYHRY
NNNNNNNDYPEIEPETVAPEGNPQEQLPPPPPPPVRLSTVAAAAAAAAAAAGPTAAAGGPGGGPQAQLLHRAMGHLAAAS
TKRDAALASGGGGGPRYVSRWMAPLWGSHTNAWRQLDPAGPLGCGDWRSLQMGTLTLRRRADAHLHGVMVQLRPADGAQM
AAALPSGETRWRGLLVDYVELVGVHWGRGALL                                                
>Vcar_XP_002947187                                                              
MSSLGLAYLLASPQEDFTFLLRRLPAPALAEGILADIMMHLDLRDVLACRLVNKTWSRAAATVIRHVNVPCKAVATTANA
AGVGSVDVALRRLHRMWPVASAVTLSGLAAGRALNEELSLQLLANHLSRWRNLKELNLLEMPVTPATTVRLAVQQQQQQQ
PAAAPPYDRHDDTGATAAPGTRDPSTTAVAAAAAANTAPGEITATSVREYSRSNRSMGGSRGSGGGEGHASSRSPGPWGL
ACLSCCLGLTRLHVELVPASEGVSSPSSSWRQRQQRWGRWGPQRASRRPDPAQLAAGQAVLLEGLTRLTRLTHLCLKLLE



VPDQDMEEDEELAEVEEEGEGSTESELEAVVQTGIEEALVGALWCGGLSADCKGETRTAAGGEDVSSAAVAADAIISPAA
TTGADDYLLDLEEAGNYGSDLDMDLDLDLGQDSKSRNGRATAGNAGEGSTSEVEVAQVPGFGSCWIPHPALFVRMGPRLR
SLRLVGCDLQGGGALTALASVLTCLTSLSLQGRLELTREDLGALSSLRDLQDLSLSGVDLVYGQDDLDDYPQDLMNELYG
ALQQLRHFQSLKFEVNSRRCIGLHSSWLPVEDVPLSHLRSLSLSLTLDSGHALQILAELTSLTALSLSYLTCPVALYSDD
MTALAPLTGLRRFSLRHDPSERDFIISLSGRVVQELAGAWTQLSQLAFSGQIEPDVPGKPSLDCLASWTSLRDLSLTAVP
EEQISLAWFRHTTTTAATSSTAFVATDGLGGGSRSWGPGGDDDDNREAAIAAGALDLGVGLGRCLPPGLVRLELSGIRLR
GGELLELLAGPMTGLTSLQVLDCGLTPAHLMRTALHSATGNGGCSAAARPFSRQRESSLNQQPQYLVGNHQPQQQGTKEG
ERGGQEQQNWQPRCPSASSPMTGLSENGFGSVVGDGTGESDRIDRPEDEGGRGAEVNGTGGCGSCGGGDVSCCCWRWRLI
RHGVATLGSLRSLEFMLLGLPDDELAAAEVLRPLSVLTGLRYLTLRAPGLQAAATGEVSEPLGCMMQLRCLNLAGPSADS
AAARGAEDAARQLPYLKC                                                              
>Vcar_XP_002945920                                                              
MASCAICDKPALFRCARCKVERYCSRECQRDHWPHHKTRCVQLAAAAKAAAVDRPAAGDPAESATQHRQPQPPPSPPPPR
PLPPQPPSQFASPNQSGSFRNNPRTARLLGELLPSLQPEAAEAATQPAAIPAGPITAPNQSFLSSGSGNAANAASAGGRG
GVEDAPAHGSGVGASVPQPLPSPPVSLRPQPQARSPLGPSTPLPMQPAPPPGSPHAPSGRASSMRVVRSHLREVGVTAAG
GLQVDGSGILGSGSILDHATPPVPPVPPVPPTPGRTADGGGAAVGSLPAELSAAGSYQHHHHQDYHNQQLGSSVAAELTP
AQQQQQQQQWPWAPSAATSAADTLAGADSASAGAGAAARISCLSDLPPEVLLEVLKALPARSLAAAAAVCRSWRRAAREP
WLWVRQLCAAGYALPAAAYVARQQQVTSPKAATAAAAVDGGDVAAGVGVGSGGPGARAVAGVRGIRAVRAVHAAGGSSHE
DFLGGLRAGFLDRLQQNHHHHHHQQSQPQQQQRQHPKDHGHAGQQQRPDAPPPDLKDLYGRTVRMESNWRSARYAEMALR
EHSSNVECLAFQHVEPWGSVLLSAAWDGSVRVFSLGSANGAPQQARCVRRYRGHTGWITCMAAGQHHVVTASTDRRVAAW
RYYSESSDPWVVLEHPQEVTLVRFCYAPPPLPTTRYLAHHICQDDCGETAAAATTGAAGGGGGSGSGGSGGMGLYGDGVG
GTPNAAAGAAAHAATGATATAAAAVAGDGMHGGSGCGTTQDCSADVLALKLPYDPQWEDWVVTGCIDGAIRLWHLPTKQP
LRTFSGHGDVVWGIAVLYGSSVMVSSSRDCTTKLWQLPPYSAMQAAVQAPSPPGAAASGVGGAAVRGRGDGSREHAAGGD
RGGGGSGGSQTLESLATFCGHTSAILCMDVHQAPPGVVTAPAAAPGAPPVTAAAAAAGGDAYRIIGDAAAGVGGRARRDG
GIGVYDDIVTVLSHLLNTGLMDAPSGLQAASCGGGGRTGEEDPAALAAAPRTAAASAALPVWLVATGGADAVVRVWNLAT
AQCHTTLRGHSVGVLSVQFGYLPRRDESHRDQMLLPPDLDVASGPRPLSLALPPGQYGSCRARPQRLPPSQRLVLVTGSV
REVRVWDPVAGTALAQLSDHSGPVTSLALVHGMLATLAMNDGLIVYTCKGLDGSMEISGGSDADSGGRGGGSSAATAASL
ARPGSAVGRLRRVVSAHRRLLEPVICMQLEGLAVGSGTGDITYLDFRPRASPLPLLHPRRRQV                 
>Cvar_EFN60176                                                                  
MRQLEDLDDPLLLHCFSFLTPLPDLFNVAASCRRFRDLALDRRSWLFVTHAAAAAAAAPRRAERAPAPALPPWAASNASL
GSPAAAAEAAAAAAAAAGDGTPHWYRSQFATLDAAVAASRPGDTILLEAGPAPHAVSAPLAVPHPVLILGGGVEAGECVL
QGSPGLDALLDFRQAGPWQRAAAPGANLRACAQAGRASGRLANLTLRATSGACVAHTRGRLTVQGCNLECDARGLPHLVA
PLLTRAASWPRIPPTPAVGAAAALPHPAAPGPALAAATGAAAQRGASKRAAAGDGDCATGTGGGAAAEEPPAAKRLRAWR
DTASAAAGPGVLSVAESRIKAVGCAVELRGSGRLSAVRAIYNSSHTLIWLEVDSADFPPDFPAGGRHVSAASRAPAANAG
DAPASDAAAAAAGSSSGGGGGGGLGAAGWAPGPAAHPATPLPSWAVRAAAAGFDAAAFQRRAQRLAAAAAAPAADAQPRR
GAAGEQPAGAAGMELKAEEWCVRHHAAMSPPPKP                                              
>Cvar_EFN60049                                                                  
MAPPGPPDWGELPEELLCRVLSLAGRDQGPIVTLVNRRWRSCFYAEPSLWRSLEIRPGTLAALSAPDKRGWFAGKLRLVR
LVGPLLQELRLVDAEAVIEDAAGSTPGAWRLADLLRCLEAREFSSLAIIRNLGRDVFEDGFPFPELHRLMQTTKLDLAAG
RLTHAAQLLGGLTQLRHLSCIFGNPPPDEFASVVAQLAHLATLKLYAPAFPPLQSLTRLQHLRHCSLWCHWGPDAPLPSP
SLFPRLESCSLKAIWGRLLEVSQQPGASKLAAAPAL                                            
>Cvar_EFN59504                                                                  
MGAAGLEAAGLDGDQTAAGLAGQQPEDDGRAACPSVKLAAPTSEAGGALACRKGSLAPHPAAAVVARTGGGACPGRADGK
GAYGAALCAIAIHELDEEAIELIFTFLPVEDRRSAAAVCRLWRRVHNSSTKLWGSVLLSGERIAAASSSAAAIVSWLGAR
LEAMRSVRLWSPCLPLEAFASGLAQLLSRENRLQSFSYVSTDASVSRLLGELQGLTSLQLLDILSPAFGSGQGLVVKARE
LAKLKPLSNLLSLQLHAREIRGSLPPALFRCLNRLQHLAISAKCRLPAAVVAQLSGLQSLELHGASMDVAAAEAAASLQQ
LTRLAISVHSQRCEEREQEEEAGGGGGARRRRGGAAAKAAACGEVQRWQDHAIWGQLPQLARLQQLWVGAELPEAGGGGG
GQRGASILPYDVLEGALTHLVLPVALTALPDLVPGQLAGLAALDLTHSIRLHRLVLNGAPLAGGHLPPAFSTLHGLRHLE
MRACRLQACAGRGAAALPQCVAQLPGLTHLDLGINRLADLPGGPYLAHLQQLVLRCNALRALPRALAGAPRLQLLDVGEN
EDLVLQGSDVEGVLGRMPDLRHLVLSRQPSGFGFGPYISAGSGAAWDAQSVGVLMQLARSLPTLCVHLERDEQRGAAAPP
PPPPPQQPYRAAGSAACQ                                                              
>Cvar_EFN59022                                                                  
MEHPHGVQPALGLFEGGADEARSVRTAGLGSLSALPDECIMNILDSLAAADLARLATVSRFLYVFCQHDELWKALCLEEL
EGRWDFQGSWQESYLAGAVPGYRRDSRKPRRVAGVQSDLLYTPWLCASLAVDPAWLEMDNVDRRSNLSPAEFREQYEVPN
RPVILTDVVTRWPAMRKWSRRYLRQAFEGGQVLVGDQPISFDAYCKYADANRDELPLYLFDKTFCATAPQLAGDYSVPPL
FGEDLWHKDPNSTSAWNGVVRGSKKWVLYPPHITPPGVRPSADGADVASPVSLMEWFMSFYEHKESVGCTPAECTLRAGE
MLFVPRGWWHVALNLEESVAVTQNFVSAVTLPHVLAFLRSRSPALVSGCAKESRAGLYDRFVAALRERRPELLEAAEAAQ
AAAQRRAEEQHKLAGLFKEQAAAPCNGAADGQAANGAAPGGGGGGGFTFGFSFS                          
>Cvar_EFN58160                                                                  
MFAKAAAAAAAAAAAALTALLPGNAMPGTAPAWSTSKRTLLARRGEPSSPPMTPKPSGYRAARGWLAPAMAPQAAQLQLL
DLSADLLYRIFCQLPFTERLQLSHVSRKCRQLCAAPSELWRRVDAQPAAVEGLLGANEDAFNPVQQALAGVSQFADWLAP
RAPAVEELRFQFRPAALPPVPVPLPHMLLPVLRCEALPLLRLLSIDWGSAATFTIYGAAGGPALPALASLEFYGGTHLMV
PPTESQAAATAALPRLEAFGLFDSLLSGSFHSPWLPPTLTKLCLLTADRNGSLGAASFSVLTHLSRLEDLNLSENYLSTF



PHQVSVLTNLRILYLHRCFAAESALRPACWAALRPLTRLAFLSISGNKLAELPAVVGEMTQLQALHLEENEFRDLSVAPV
CANLRELLLDWKNAMLSPHTLSACTQLSRLILCDHCVTVAAPPQHTVRVPPAAAAADALADALSSMPALRLVQDVLPPQE
YLIVTAPVARAMWLLPRRCPHLRVELLEGTYVGWTLADLERHEQPAGHVDDTDSWP                        
>Cvar_EFN57018                                                                  
MASYTIQRAGSTSSAGRQAAITLLPDDLLAYAFSWLDFQERQRVLPLVCKRWEQVAHFPSLLDSVKVCIETEYMCDGELL
LPPLRCFCRWLERRAAGSVQRLDISLDSPTGLGGTAFGPKLAAAAAVPGGQRGGGGGTLRRPRAAELRP           
>Cvar_EFN55186                                                                  
MGAAVAPFREAPGGQQVGAGGAERQRLPGPRRMRLVSGRLRSSRAWPLHLSKMGRKENESAKTSPAPGFCSDLAGQPDLP
PIAEGAAAARRCSRTQLPGHCSVVPEGRGRCPGLRMDVTSSGELENMLPIKRKSPQAGSRPSLPCGRTPAPCGTGAGAPA
SPPPPTFAGGRQYQRASCGPTCSSPALGGWCTRVGGSHDGASERGYDEEESRLMGEAARGKAQRVCSGAGAEAAGACDGG
GEAAVAAAAPQLPLVSSLPPAMYRSYHLGCCSRLNSTASLTELEAAGGAAAAGEAALPVEAAVLAAATGCAAAAAPVTVS
AGSSPHSPWAAETQQGRPPACTCGACGMRAAAAPASSQPPPEVTQQLQCRHARAVAGPQQQQQQQQQQQHGWQHSGGGEA
GGGASDWAEVPDDILKRVLERLAPSTLRVLRLVCRGWEAAASRLLRHLRPCEVLGKQLGRRFPALHSLDLSNASMGVDFA
SPRMLRLQSLLRDEHLAELAGLYRLEQLSLRGCSRLSGRGLSELGRLSASLTMLNLSNCAGITGTHPAGWCCRHCLWLPT
YECLAALAAAVPHLATLNLQGCSRVGDRGIAHLAAMPELRHILLPAGVSDASMQLLADMPALERVALRCCTQVTTAGVYL
LLQRRGLKRVVISKCPLVTLESLCGSPGEPRLKVVTEGAVPTAAVAAMAGGALAAGGGGAAGGGGAAAGLAGQDMHLLVA
EV                                                                              
>Cvar_EFN53920                                                                  
MQPTTIDALPDAVLVSIFECIELVHRHRALPLVCRRWAHLANAPELLRAVKVAWKTHRLRDGHILQWLRSLCAWLVSRAA
AHVQHLDLALCDLSWTEWSEEQQAEAEQALESALAACGSLAELRLMTNLVHSAGAWVAPLHSLRRLHLTLMSEARDTPVW
ALHHLTALDQLELLGGRIRLQPGAGLPSSLTSLRLGGTRPGVLTQQVHALASLRSLTLSGCAHEADALEALARLASLRRL
EVVRCRVPSCLPWLTSLRALIVRDDGEDIDFEVEEEDVEYVEEALPCLGQLTFLELTQAPRPPEALPTLRTLRSLGLSWR
SREDAAMPAGAWTKGLRRLVAPCAWIAGGVQALRAPHLCVLGVASADRDDHDGRGLARIMHWAVQLPSLKVVAVAGPSLP
MGACAAIVDAQRLCPGLLLLPCRHMPLPMLLPSYDSDGEDEDEDEDV                                 
>Cvar_EFN53432                                                                  
MAANRATIHDLPQSLLGDVLARAPFVQRHGSLARVCRAWRQLVLSPQLLRRVEVHLQFRDPCLYDYGTDGSWVLDQEHDP
AASLLCSLTFFPWLEAHAAPHVEQLTIRTRRLVFDIDDYEESLEVVARRLRDSLGRCDVLTHLTIALRQGPLHFHASDLA
AAPRLRSLSLTISDLEHPDSSGLLEVDGLLALTALESLTLVGAALDLGGTSLAPKWQSWARPRGPKPHDGLPPSLTSLAL
DGYADFKSSVRRFLPQQLTALSSLRRLALGNVAADSPAAYIVLSRVSSLEELTLFRCSHLPTCLPQLSSLHALRLDSTPR
GLAFPDEAAGALEQLAAGLQALGPLAHLTHLSLEGMPELPPTITGLTQLRALYWGAERPREPRLPAGPWTAGLQQLALSC
HVAANSLAVLSAATRLECLAVFGSSSYENKDAAAELQVAAWAAKHPGLRRLAVSNGNSCERREHLDAGLAQLRLPPTLSI
EQGSALLAQLQNV                                                                   
>Cvar_EFN53320                                                                  
MLVLHEVPGRRAVTRRRSAPARPSACDGLPDVLLARILALAGRGEWRTVTCVCKCWERLFFWEPSLWRTFDLVPPSDSPL
HQGEEVERAWYAAQQRTLARVAAHVEVFTAGNPQYCMADPAQGAPDQRIVLEEFLALLQPGVLRQAELWWELVPDHAAAL
QPFRRLESLLLNQQNFMPEEVVAQWSQLPALRNLELHSSGLGEDEWEAILELTQLTRLAVETFHVITSGFSEQQAQLPQL
TRLQHLRELAITHRPVVFYIEMAAYDQMDGGVVGVPSLSGFPSLQKYQFHLRPDHWIHWDFRVGGTSLSMCSYNGKGQLQ
IAYIRSLESLHQLVAALLPAGKPLPSLHLHSVLGCEPGALQGCTALAQVHSLLLVVARRGLEHLVLTNNNLHNIPPGPYL
QDLRCLDLGNNSIATLPAALSAATSLTRLELDGNPALALSASDVDILSVLPYLRILVMKRDNTPTRVLRSLYRRMPALGF
G                                                                               
>Cvar_EFN52576                                                                  
MPTGIQQLPGGVLESIFGLLDPTERHRAIPLVCQRWNQAARSPPLLRCLSASIDGGDCFLPRLHSLCGWLRQVSVAHVRK
LRLTVQPPWALVYVKRVCSLPEQQLQDCAAELADSLAACSSLETLDLSLGFDYDLSSWVVPLHSLRRLNTYALVNCEIVT
LSESLGHLTALEHLGLDVGEYLDLERQDPSIRLPPFLTSLEVAK                                    
>Cvar_EFN51642                                                                  
MSSLVAPVGDLALLQQHQEAPMASLDALPAELLIAILANLPAGDRLTRASLVCRRWLDACRSPALLRCVRAKVGFATQDS
VEVEGQLCSLEAWLQRYAALVQRLELALDIPWDGSDSQRRIDSLVQRCLLLCGSAGRTQCLHVDWHMFGAFELGTAFQQL
TSLTSLTILPRMGNSYGPRDLAPLASLSNLRHLHLAKLRGLNVDTSSHLLLPTGLTSLSLGFWGSRGIPDFGLPAFSGLH
SLELAGSRGLLPWDLPVLPEGACAMLGMLPLLRHLALQGFRRVPVAQLGDSLAALTGLQLLQLKNLRGEEELPSSTALCR
ALAASTQLKGLVLASASQLADMLTEPPAELQLLVQLQSLQITTPMQSLAGYGRGLPAGSTAWLAGLRRLGLDWRTLQCSQ
GVLEEAQLPLLESLLVKCPLPAEYASSVDMQAHRSGWQWLWEWVGAHPALRCVLLAKSEDSQNRPWSDAMRQAIQRIRQA
NPRLRIELCEAAAGMAQQQAEMVGECLGQS                                                  
>Cvar_EFN50984                                                                  
MLPRSRRQAQQQLQGQHAPATIGSLSDDLLAKCFALIGQKDLLSRAALVCRRWRAVSARTELLREVAFYGSASEGSATVQ
RAPSLLLWMQRHGQGVRSLDLGLGIRDTRGTDEEMEVVSLLDGCITVCAGSLERLTLCLFGHSYTLGAWTAIAHRLEELT
LDMEICTVWATLEHLTSLQRLHLDAVEWQLGTTMALPASLTRLCISNHDAEEPPSQWQVATLANLRSLQFSRVGYHSASM
TSLRQLTSLRHAAFSHCHLPDSLSELTQLEVLEVRSPEGPADAVASSLGGALQHLTQLTGLWLDDMPAAAVGLASLAPLG
RLQWLYLGLRDPADEAEAALLRGSALPLGPWQRSLRRLATSFQLAQQSLPFLAGAEQLEHLAFFQPPARQHGRSAEWRAF
WQWAGEHAPHPVTTPAPAQGQEPAAATIGSLSDDLLAACFSLLEQADLLSRAALVCRRWRAVSSMPELVQCPNYTLGSWA
AAVHCLEDLKLSSFVTFTAWISLEGLTSLQRLHLEAQQWQLGAAVASLTNLRSLTLDFVQYSAASMASLTRFTSLRRATF
ELCALPGSLSELTGLQVLDINCPKEAAVASLAAALPRLTQLTGLRLEGLPAAATASASIAALTRLHWIYLWPMTALRREA
AVAEDALPLGPWQRSLRHLMTTFLLAQRNLRFLSGAEQLQRLSFLQPPAPPAGAEAQWHAFWRWAEKHPPLQSIGFEAEE



AVDTPLVEAMLQLQARRPALLIDTRLEVHSLCREHYSDVSSD                                      
>Cvar_EFN50954                                                                  
MPPRRSRRAQGQHPAAATIGWLGDDLLAKCFSLLGQADLLSRAALVCCRWHAVSTRPELLQNVVFHAGRDGAAAVRAAQS
LLRLLQQHGQAVRSLDLALEEYVELSAVGEMEVLSLLDGCVTVCAGSLERLKLHLMTGSYMLGAWTATAHRLEELRLEVE
IFTVWATLEHLTSLRRLHLYAERWQLGSAMALPASLTRLRIEEHKAEEMPAQVGHK                        
>Cvar_EFN50760                                                                  
MAPRAVRARGQRASSQAVSSLVDSLPPSILVQVLTHLSQTHRVHAAEVCRSWREATLSPSLWTSVKFILPSDDDEGTAEA
FLSWLLPRASAVDSLTVDIQEATAPTSDFVVGVMSNLTAAMMAVRSSLRHLTLETPGCLVVGQWAAALQGLVTACFIGGD
VHVKQGLGKLARLRELEFGSNNQELEVEAPACLPPGITHLSLEHCCLATVPDCITRLSKLRSLDLSQNTFVDDEGIETSA
LSALTGLECLKLANCRLVTGLPSSRALGGSGRLRVAAAPASPAGLPACRVPTELSSLRRLRILHMGGNLEREDAEEEDGE
MLEAALRTLRNLKVLVISQCNVLLPDAVRRMGKLERLFVTSTPVVSLSSGPYCKSLRHLCVDWDVAFESAAMLEHCAVME
MLTLARPLRSDVPDGQVEERTQELTAVLLRHPSLKQVNIVAVEGRGLHFSISTMRFVLALQASLAPSLRLELIDSWDSDL
VRIPNLLDFTE                                                                     
>Cvar_EFN59521                                                                  
MPRTAQSRALIVHPRFVHANPPAAAAPLPGADWHSLPFELLEAIAGHLDKAQDLLALSSVCRDARPLAAHPTLWRQLCRR
RFGVPPPEDLGLEDPAAREPSFWLDLFIYNHRCFMHMVRSTQQPTDARFGAGFGAGAPLIIQLQ                
>Cvar_EFN58921                                                                  
SLIEKMLPEELLLHIFQRLPIASLAAAQLACRQWRLVGATQLLWRRACREAFFTSTMDQNASLVKQQYRGCWKRMLLERP
HLRFDGIYVSRNTYLRQGIVEWSVKNAVHLVLYFRYLCFFPDGSFAYRTSPEPLSRVYRSLATPPSHPRQQQRSRAGGKD
AEHGERVWTAMRYDPRSPTEIRSRLRLRSTAPGANNRLDIQAIVSWDREEGQALPMMGERDLQPDEEAAEGAELQQHRRG
MSTYVFVPFEQVHTHMLNLPVSQMDMFIPG                                                  
>Cvar_EFN58779                                                                  
MLPLPVSCVLWHVSGSGLVVAVAASEALAGRTTGLLGKRADGTIDPVRFTLLWPYHVGLRAKLALQRRFSSEPSFDQVTP
DHYIGAWPSEQNLVPTVHPAVLDVTCELPLQLAPPAYLNLAVWDTHAPTPAQIDQGVQWAMQQRAAGRPILVHCAHGHGR
SATVLGAILIAEGVAKGAADAEAVMKAERPRVRLNRRQRAALKQWVAEREGAKQEGGSGRKGGFQPHLDTMAEQDMEELP
PALDSTDVLEMVLDKLKVNDLAAAAQVSRHWRAASLAADSAWRAAFEVGLAYSGLDQTQRAVDPSVSATPAWSLDSGGVW
>Cvar_EFN57941                                                                  
MGEGAAAIHDLPDPVLSRVLAVAGKQQGPAVTLVCKRFHALFFAEPSLWHSLRLDCKPPGLAGKRRHLQRVGSLVAELSV
ARADLLPAMSIVGGGGDRWTLGDVLGAVQPSKLWLEGQQPWHLEPGDASAIQGLTQLRQLGCYGPEPPWALLDSLEPLRQ
LTALSIACTVLDIGRLSRLTQLRSLILYSERCAPAAPGALAAGLAALTSLSRLDLRSCRGLPPLQPLTALRQLRRMAAQP
VVSLPAPTDMAGSLAFFEFEGNQGGRNGFEVGRAQLTRCRLTSWSGGKERGAGAGATAAPAASPIACTLCVTVACVHSWA
SLLAALLPPGLVLRSLRVQDSDLAQGWHRHCCALDGLEGLELLRCRNLEVALEALPALAPALTRLHLEACDVAGQLPPGL
PTIASLRSLTLREQHLSALPAGAYLRGLTALDLSNNCFPEVPPALAAATALRQLSLRANQPPLERGEVLQALPGLALEQL
EAGKR                                                                           
>Cvar_EFN56755                                                                  
MAAAASGAPAAAPPPPPAPPPPSDEGPPSILSLPAEVAQQVFASLSAADLAACMATCRAWREAAACPPLWQSLAARRWQH
GGTVGQLGALRRDGRWLELYRQRRQLDARALSLLSALQWPNRQRATLEQLLQLHYPDVRDVLLGLAGADCIPTAAANKDW
PDVAAAAAAAPCLAPYWALQAQEELHVRHCAQRLRRQAAMVEAAAAVLARRAEQAGEPAAGPAGEQPTGAAAPAGQQPPG
AAAAAGSAATGGDAAAEAAAMLRQEWDRGESAAAGQSHASAWAGVMHGKADEQLRMLVALAFEEGALALSAVHQHFAELA
WVRQALDALGVELRHRMEAEGVRGGLPALRLLSQLLFGPGPPPRHYHFASIPPPDGHGMEITASAGPASTPLCLFRAASP
FCRCCHGYTRCWC                                                                   
>Cvar_EFN56325                                                                  
MQQQGPDPRSGLGAFAAFPDELVCYLLHSLDVRELLVLAQTSKLMRILVCEEPLWLQKHLDRCSRPFAYRGSWRATYMAY
HPACKRSELTAAELVPLAQVPGFTSAVLYRRWYRCHVDLSTFLPVPQPAGDSTAAVQAAAAGSAAPNGAAAPTIGVSAAA
PLPGSIPYIPDAGGMAPAEFEARFERPAQPVMLAGLAASWAGGSLEAWQPARLAKVYGDRLVKVSKPFLTGGRTRMRLAD
YLAYAAQQADEEPLYVFDPSFGEAVPELLLQYHVPHIFRHDLFACLGPRREAWRWLVAGPARSGASWHVDPSATSAWNTL
LAGRKRWALYPPGRVPPGVEVSIDADGSPAFEAPTSLQWYLEVYPQLAAEQKPLEVLQNPGDTIFLPAGWWHCVLNLEMT
VAVTQNFVSPANLAAAVQWQALGAGSMFDPHLVPAYLAHLEHGQKLGVGKQQVMAAAEPAEQQQPGPGMNGRIPAKRRLA
GGKQGRRQKRRRGAGEQRAAERERQAEAEEAEAAEAAVAHLAELELGFCKDSLLGPWLRLLLQQEAEQGPPPGQQPDSQV
WQLAQQWTDVPAWRLSLEAACHAAGLPPPQHRHELLPLATGWCLVAGAILKFFPPTMPHATAMGCMEIAAYLSLAGVSGG
ASAASQLLYAGLLDTSIGDMEQKAPPEAAAAAAAAGQQPTPFLAIRKAQGVTLSSCMDALTDDHASGTTSSTPSCTAWVA
RDGIVYSTSAGTVDMRRKEAEEGRQQEQEQLAQRQHLLLRQLFPRVGAALLGSNWKAVQQSPGADRISAAAGADAAAAGG
GSASACHRCRAWQPFVDFVRRQRRHAAKVHRKEGSLPPQLLAQVDAYLPADPAVLVGCLCLSASRGSSKSAAAGAASADG
PCCGSSGGGTCACAGGGMPAWVHGDLTAGNMLLGGGLLAEQGCTSPLDAQQQQQQGWQGQGAGQPGEPPPPPHGSSLPAG
SAQAAAAVLIDFADSGQGDPLWDFVVLLLRTLRCDIKAARACLAAYRAALPQPTEAAAGAVAPPRASGVTAAAAAAASTQ
LPACWPRRSPDLCVSLSYAAMCYTLLHELGPSHDVFRRQPQLWEAGSLEEVQREVWGWLDRAVG                
>Cvar_EFN55779                                                                  
MARQAATTIDDLPDQILGHIMELAGLDHGRIVRLVSKRWQRVVLSEPAFWRTFRLTTGRQGQPISQQQAWLLGKLRQLSL
VTDWVKEFVVPDWGGLEAAAAAGGLHLSNFLQACQLAMLNRGVVVEMDLASAGVVPEAVLRQLPDFPMLETLKLRSSTLL
PLATAGVVGRLMQLRCFRCHAGVLLSAELADSVHTLSRLTRLELTAAVVAPTTLQQLTCLAQLSHFGLRQTAQSSARIPA
ELPLELPLPTAFPSLASFDLYAARGIQMGDAQLRGCNFAVGQHPSIPGRQIGVLCIGGISTMSSLQGLLAALLPAGKPFS
YLELEHCQLAPAALRDCRLLAELPALHFNSCSSGGSVAAALDPLLQQAGKLETLSLTGSLGALSFPVSLKTKTGLKKLRF



RQNRLEDIPAGVYLKSLELLDIGGENLSHGILPPALVAATSLSELVLSSSSKIKVKRDDIDNVLAEMPSLRRLVVGSATM
TAVVAQYIQKAMPHLQVKRS                                                            
>Cvar_EFN54849                                                                  
MRQHGGSGAGVAATLPDGCLVAVFCYLDLTARHRAVLLVCRRWRRLVASRELVRCLELHTSRSSPGRLRELGLRAAHLPL
HLSGRWASQLAGGLRTLDLCLLEQRGQHEVPLTVSAPLARFTALHSLRLAAYAVRWDPEARLPTCLTRLALGMAGDASGE
SAGFALGSLPHLTEDSYIAGVAWCSKRS                                                    
>Cvar_EFN54715                                                                  
MALRRRRQLQLEQHFETGASTIGSLPDDLLAKCFSQLEQEDLLCRAALVCRRWFEISTRPELVRQVEFSSYGRAGAATLR
AAQALLLWLHQHGQAVGRLKVAMGLENLSETELAELMSLLDSWLAVCGGRLERLDVLFEENVTVGGWIAAMPRLTDLTLA
PLLTLTTWVTLERLTSLQRLHLGAYEWELDTAVSLPASLTCLRIESHTTPEMPHQLAAASLSNLRSLQFFSVGYTSASMA
GLTQLSALQHAAFEACELPSTLAEMTGLEVLEIDCRMEPAGAFTASLDSALAQLTQLTGLCLDWMPAASAALPSLAALSQ
LNWLYLRPMAAIQAPPTAEEAELLRSATLPIGPWQRSLQQLVTTFPLVRHSLPFLGGAEQLQRITFMQPPASQRGGEAEW
CASTPAFAIVRWPYTLSCDIPIRYGLQM                                                    
>Cvar_EFN53919                                                                  
MLARGAAAKEASIDRLPDAVVGRILALAGREEAPAVVLTCKRWRRVFYSEPALWRTFTLKFSKLHRRPEEEWPVWLQKQA
ALVRRVAPVLQGLHWDAAAQEEIGINSAASFEENSVPAFLGYLQTSRLKQLKLQGLDRIPEAAAMSLGRFTQLTELSLCS
TRPLPPQMPRSLAQLGELRSLRFSGPAVPPALLNSILALSQLTMLDLWADIFPPPAAMDQLTRLAQLQDLGLHAGFKPEA
EVFQPPAPARFPAGLQGLHKLILNDNSVSGNSLTQAVDALLQHATHLTALECNNNGEVFASVLVAVPPSMTQCAALRRLS
LTGHQLTDVPAGPYLTGLQALVLESNELEKLPAALAAATELTSLNLSHNADLHLRLADAAAVFAHLPHLRLLEAYGVGAV
EPALLQDLHARLPQLQVKHSIGQDVWIDDYDEYYDSEYGIEYYGSEYYGSESDDDCE                       
>Cvar_EFN53283                                                                  
MSLPPSPAVVAPFSYYALPNELLARILTLAGKREGRSIVCVCKRWERLFFKQPLLWRTFALAPASPTFPRGGASREQRDE
MWAGWFEAQHRMLARAPPYVEVFVAGSPPPRRGGDVRLARYHCRRRRWLLGDFLALLRPDVLREAMLWWEVNKADVKALR
RFQRLESVLLHETDLKQQAVAHMPALRSLELHANDISQQEREAILELTQLTHLALVPFCVLTATFSEPEDAQLLQLTRLQ
QLRELRITHRPTLYQFEAEEFYHEREGVLEIPPPSAFPFLEKYQLSLLPHDWYRWHFSVGGASFMSCQYDDDLAGYGQLK
IDYVSRLDSLQQLISALLPEGMPLSALYIRHVADSVLQAADVQGCTTLAGIDSLLPASLVAKRAMGRLVLNGNKLQDIPP
GPYLEATALRRLELDENAELALTEADVDMLCGMPDLRVLVMSTANTPASVLQSLHARMPLLGHWESWKDLERATEPETAA
EV                                                                              
>Cvar_EFN52805                                                                  
MAQLQRPCGQGAILLLPDSALVHLFKLLAPAERQAVIPLVCRRFRALANIPSPLWEQVHLAFPADFQQTLSMAHLYQFFV
RREGGVLSLHVEMSTAAAWPAVLAVLGVVGRGLQHLRVAGESSECQVPGCTAPWLELAPNLESLELDDVVDHSIAEARFP
QGLTRLELSYCGDEGLYTVPANLGRCTQLHTLALQCAMFENELTLERLAACTTLEHLDLSNCCLSRVPPVLARLPRLTSL
TLNENDGLGASDRALAPLSMLTSLRVLEMRECGLRAVPSSVTALTSLQSLLMGYNNMTERPFIPPGPYLASLQVLALSDA
KGFQDDCPFDLLSEPLAPAANLEVLRINRCMGLQLNIEDVAQLLAGKPRFRKLEFTADMLSDARDLEALRAHFPHVTFKA
VE                                                                              
>Cvar_EFN51967                                                                  
MVRKRAAKNQRAGEETAERPAAPPSPVDGTAEQVTEAEALAAVEARRQSILQHAATVTPALLLAWLTEDLGMPHAAVKVH
RSAVTRRALEVLEEQGQLPDAGVGPAGAPDLPPDCLPAVFRHLDHDTLFCALQACKAWRAVGSAADAQGLWEQQCKLRGW
GQPGGAGAAAGAAQQQQQQQQQQQGQQQQPGIDWRNWYRQQYQRSCFDCFQPTERHTLGAGTLRVRLCRACSAAYVTPRP
HHRLLSASAAKRKCCLRDADLAPLPRCVDPNPVDPAFQPMHLYRRLDARRAAVDRWGSWEAAEAEHRRRLTR        
>Cvar_EFN51581                                                                  
MKGRRPRWQGLHGGLIHRCSWPPGGLNLSAVAALKPLANTDSLRQLPMAPKGHHRPRSAPTKRQRRTVGLLGIALEASSE
DEDYRPAGRRPAAAAAAAAGAGTQRAAADEDVPLAQRRRQLHAQQRRLSGAGSPGSPAGAAAAGAAGAAAAAAAPTVPAV
HLPEEVLCAILRLACAPEAGGAIPTAAAATCVSRSWRAAALACPDIWRHVDLSWRRCRPSDAAISRAAPRWAHLTSLSLA
GRAALVADSCPLLASLSLAHCTQFSDRGLCAALSTMLLRPAAPDGSSAPLRRLDLSFIQVSPKVSGLDLVVREVLAQQAR
NPGGPVLEELVVEGCPLLTHQGLRAATEASAEAGRPLLAALRHLNLSQSAGARSDFAINLERLQYSCPSLQRLCLNGLCG
AYAWSFNATPSQLPPGAPPPGFPLLRVCQVAAKSNPDMAGLGTGATNVNDACLTRLLAHSPLLEELDVGGCERLSPDCLA
TAIHPAAPLRHALLARSGACCDEAVAFLADRFGPTLEAVDLSWGGGRITDAAAAALARCPRLHSVGLAGTAVTTGGVRQL
LLAADRHAAEVEASRAGSSTGSGGGGGGGGGQGRQAFTIDVSSCRGLERGVRQAATQGMRQLRSALGLP           
>Cvar_EFN51569                                                                  
MTAQRGPREAPELPLGDDLLALVLARLPPSGLAAAQEVCRRWASVVDSHALWRRHAEEAQQDLAGAAAQQARRRQAQQQP
ASPAPAPAAAASPPSPPPAVPWKQQYLEARWAHVLGAPRSPLYVPTVRLERGVHTGAVTCCSALGPRWLASASADGTVCL
WDVSEGTPRACGRAQHPSPVLYVRLLSPGTAVSACAGAAYVWRLEVGGGGDAATAAAAAECASTSAAAGSASTAAGRGAA
ERGCSTAFRLVRRIPLEAAGSGGGPRILCAAAWEMSLAAGCSDGSVRLFDLFSGSCTMLLRPHQGGVTALYHARYRELDL
LVSAGGGSRLLVCNADSTLELAEASLPHRNTAVRSLHLDPASGRLLAACQGPHHAHPVTFCFTAGRQLSALPTPARRLSM
AANARLPQLPGFQPILAGPALAVPRYGSPCFLLGDAQGSMRCCNAEVGLLSTGAVVHRYQPLQQRAVGRGAKRAPGAGLA
APQAPRVPCTCLCADGLPVAAGMGDGTLLFYSWRRKGGPSDGSPEDCPVPLGDSSQERRGRAAASAAGQGAAARAQAAAP
PRGPAC                                                                          
>Cvar_EFN51269                                                                  
MPAGGEERRHGRRPRAATQHPTPSARGAATAAAAAASGGAAPGRALSADFAQLVQQGGPQGWDSLPFHALSQIFNCLELR
DLAAAASVCSTWRYEASLDARWRAFWQKQVSDVGLWRWAKADGDYRQQLRAKHLVRRGDCAATVFPFSRRDGPVSEAPKV
PGQSVRLHGSCLKVWDAAALMAQRPILTVHDVLKHMQLEDGRLFLWRIAGDAVIPVECLDGEDLEEVAEAAHWAEHPAIT



ASVLAPGPLALQDVPLEASYGRRITPCEWLDMSGGLIAGSLMVPSQGRLIMRLFDLATGRCLRASTCALNADEHVMQLQD
HEVTMIVTRSGETGSLVAATCALFDTRVFLWRLRDEWVSAGQATAAAAVAAGAGSSDEQGQHAGEARDAAWDPAATVAAV
GAAAAAGGGDGGQYELRHVYSTLEEEPIVDVSISTTAHRLFVVGMENVFIADLSGVPYMRVSLARWRGVVPAGQVMAAAD
VGAFSWPLPNSTKTAFFLDTTNSLFIAEFRRPQMSDYWYMQHGEGEFERGRRPRFDHHVAQHLQPGFVDMTYYVQSHTDL
RPPPTAPLLSTLHGRASGMRTGEPGVVEYTQDGGVLLTTGDTSCPAVAALLGHEKAAGAYLEGLGPRAAKPRTGGSRRQP
FISHGGRGQRGQLAPRALVMIDSTSGCRYKAVPLEGACESVHTAGQYVVLSVAELGSYPHGLNGSIVVLDFGGRGLGGPG
ELAAATPDPVPAPEQQEQEQRGGRQRRGGSAASKQRKDDKEEEEEEGKHSKSRRRAKPNKRQGGSRAKGKAPATQAATDD
EAGPSRKRGKR                                                                     
>Cvar_EFN51149                                                                  
MSRRGTRRHQQASSDSGSDSDGAQRAVAEALYLSLQLAAGLRRPADFAVAALELAAIVRHLYAERCSKPVQALILQDVAL
AIDTCDARLQSRAALASLMEAAERHLPQAKRKDLARRYKRSSMQLRRRERRGPQGSSAAAAGGAGSGDESDGPDEQQPAT
FEHLPLDVMAHVLRYLDPITLARAACVSREWRDAACADALWQPHCACILGAARSPTAAGPVAGSTGAPGVSSSSCRQLFA
AAAGQHPQRLLRWRTNRVVLVGGRLGWLAEGRRPQGSQCRHVSTAAVLAFLKSGGRRVGHAPTSGSSGEDSGSGGEAKAD
LSSRLKFWQLG                                                                     
>Cvar_EFN50983                                                                  
MPTPLARDSAAHDDLLAKCFSPLDQEELLSRAALVSRRWRAVSTRPELVRSVKFLGSECGDGAAAVRAAHSLLRWMQRHG
QAVRSLDLGLEVYVELSAVVQNEMVSLLDGCVSVCAGSLECLELHLSDFNHMLGSWVAAAHRLEDLRLSGLACMTAWATL
EHMASLQRLDLWAGEWQLGTAVALPASLTRLSIDLHQAEEMPAQVAALTNLRSLTLDFVQYSAASMASLRHLTSLQHASF
EYCELPDSLSELTQLEVLKVVNPRGEASAVAASLDGALRRLTQLTGLWLDGMPAAAVGLALLAPLAHLQWLYLQSRNTPQ
G                                                                               
>Otau_XP_003082317                                                              
MAEMTEVATEEDDDDERAAKRRRESAGAAAVETERAVGAFGQLPEDVTSLVLRLLAPNELCALGQTCKHFKAQCDRDFLW
RQCFIERFGNVKQARQAGVKKLYFLYDALEIDRERRKAPAGFEKIFVEAFAAKRSQVCANIAPLCEQVATDQVAREWKSH
RKFSHDATHVCSRRNGCSYQELQGKVFVCERTGKVHVCDDTCRERQLDEDSGTEICQISGASFDTVLPDEDDEDEQTVAE
QEQQYFEKGYFGRAFEVGYGCDNELELQTALWGGPTRGGN                                        
>Otau_XP_003080828                                                              
MSLVKTSARALPRERFRQLYTALKERVIAGARSRKRGIEIWTTQFEDLPVDVLSHIVRQCDMRTRSMAACTSRALRDAVS
RTPVHWKDAKRLELSTFPRVRCAVCREYMWNDDPRYTTCFESRNHEWFTSERTWMRDLEKRMSLSDPAASDSSSDEDGLG
TRFWRSPKID                                                                      
>Otau_XP_003079733                                                              
MGVDDAVGSTRARMVELPRDVVIEIVARLGSERDVAACARACAAFRNASRSESVWRNLLASKLGRESRVMLPMRRRRRRR
GGCSSISAGIVPRAACFDGGRPRRIRAWNRRKRSTRRGIYIDAPPWEIAQKSYFLAGKAAGATFSTTCIFSISMRPNLG 
>Otau_XP_003078179                                                              
MRVRVRSIDRARALGTERIEVPDACTLGELREALRTLVERDLRARVDSERASESDRIVDVDARNVRVSLNGSGDLGEGDP
SRENASVRSLGVRDGDLVRFGVDDAGREGRAGGDRATTTTANAVTNRTVTTVNSEADVTMSDGEGEMPRKMRAVMEEWRG
PLEAEELAFLAAHALMLDMGAKTIGDVALRDGLARCGCYSARYGITGPNGMDTIACTMRAQPVDGQLSLFGALETDGGPG
YATLIRAIDYVNGGNLTPESCRSLWQKVKEGMANKVFDDARAHFAGVLTPGTLMSLPKDVKRKIAEKMNAYSLAYSACTC
RELREVCSDEELWTNLLQEDFGIDQMTDVQQGGITSRSLYNQHAIRRSAEREARLRMESFHPMPGRLPRHGLEPDPERDI
YPGHLPGHVSIRIQRRDRFPVSDGRAADLRFRPSLEGCLTIRIRTPTCVTRRDEVSLDHQILDGRSTTTATRLLLVDCCD
FFFVLTLLYQYVNLQAAILYKRARGQ                                                      
>Otau_XP_003077942                                                              
MAKRNGGARARGGDVDRNSGLSKDLIQRILTRVPTSAYADARLVCRSWRDAIDDGAFMPSVKLNRSLALGDGDERRCATR
WLDEATGRVDEIGLGPLARYIATRLPFKSELDVETLCRFVDQDEHLSGATKIQHIPKPADIDADPRYQQVDTFTDEARTT
LALDEMRFWFDADTRASRSFLGTVGDISATIKEIAKFETVQVEVHGKKVTSGWAVLALAMAHVAENEFVGSRILRAARQA
LRQVDSDFVEEDLTEFIHLIVAYVRARLLEENFPPGDMDVRHELRRLKTRILAANDYANLHEEREWGGEMPGTSGMPDSL
QTHTRLTHEQEAIVSTTLKPPQWMVVHAFAGSGKTTTLVEYARRHPSIRFLYLAFNRAITEEAKTKFPPNTDAKTFHGLA
FGLATWYKAGGKKLHYGDKLRSSEVCKALGRNVDDPAVGRGLVTLNNYLISADDDINATHVPAHSTGSRDTYVEVARRLW
ASMKDRSSNDVPMTHAGYMKLYQLQRPRLDIDMSKNKNKTGYDVILLDEAQDISPVMFDIVLRQDKCAKIVVGDAHQQIY
NFTGAMNVMNSIDKFVSSQLVTHRRLARSFRFGLEIANVANAVLNVKQEDALLIGARPSSLDQKSVFVTRGVACSRTRQL
YDDNLPPTLPVFLIGPLTAQREQVTILVRSNASLVDALLKLLTAKDLWKDGKDGKSYENARKTRIHIIGGAEALKLDQIL
DFVRLIEGHELSSIKDRYIKSFVRYGGGNAHLTSTNPTQWKEREDNALSRIVAIAENQDDFETLNRINIAQSFGSDLYTL
VDRLKSADVGTNAQLADFILTTAHKSKGLEFDNVMIWNDFENVHDVRAIRSKVGNHYVKIRDDPFEDQSCVRCCDARAAT
RLSQREFSETFGYHPLASWGYFFNECHGLSDVHDHGFYSPVLRRVDLPSGESPNRLRWYPMLDCAVMYSDMLELSGREVE
TFRGDVCQTCMRHMDAANAFVFQTECESGLVCVSDRGVEARHVGGLHAGIFESRDRDAFEAHMRDVGHVRLDIDYAKDRR
WVDDVREPSKAPNAAVYCLENPAHLFKTRVCNDCFFTEGAGFSPSRHVSVFGTRREKLRPMQDTLKYERELRRARERRAR
PSA                                                                             
>Mpus_Micpu59836                                                                
MPIPKLPDDVAREIFAHVPTVTDRLALASTCTAFNRASKHARSLPRDGGLDFAGCARGGRKPWTHGYKNERSEGVEKLEY
LMLHEGVLDLPEEQFKKLVVSTGCVENGRIRILNDDDGAAGVVGPICVYAIGQSYSCEYAYDKMLPWLRKAAALGSTGAS
YCLAKAYMNGKGVEKNIEKAVEFYREAAKDGDRIHQFELAETLLTWAAVWMEKAAEQGHGTALAETAFNYRWGNGVEQDD
VKEIEWQLKLDALPSPIPSSDESQSSDESQSSDESQSEDEEQSEDEEQTNTETDDEY*                      
>Mpus_Micpu195158                                                               



MVVLGGMRLRLLDSDDDDDDDVAAPSTPENPRKPSDALPAEAFLATKRAWLDMYNNRVTVPANCRDPKTSRRLALIQRLL
PDELVVEIFARADPRSVSRAACACRPWRVLARSEIVWRAACHRAWAPRESRDVTARIARERHRGSFRRMFFDRARVRTEG
LYVSRNTYVKPGFTDLEHGVKGAPVHLVTYYRYIRFFGNGEFIAKTSPTKVGVAHKQMREKKTALGDDTVVHGFYSLPCD
GDESRLHLASAPRIRADSTFTTTHYWLRLRGTHPGASNRLDFVKLASGAFLLITPVPVRPLDDDEDAPAPTEEAWREVDD
PSLAYRRSCGYDARAYDGTAAVRELSRGLNTLVFVPWEDAVDHVLNLGTREMDFYVTG*                     
>Mpus_Micpu60629                                                                
MAAAVAHPVDALVPEIENDSDDDFADELEAELVEAGRADDETTLAGNNKKRKETPDVDDAPARKAARASETTTGGGSGLA
SLPREIIAHVFAFLAPEDLTSVATTCRHLRGPAQDDRLWRRSYAARFGQPKEQRRAHSWRALYFVDDARELRQAVANAPP
SQKHLYAQMQAAKRSLAAPAPSADAATARRDAAGLLTDVEVVSRWRASKGLGDGLDAKSKHRCSVATGCSYTRFGSDIFV
CERTGRAHVCGDDSCRERVVDHDGMTEMCVISGRVFDRMLGEGDEPNGCGGGGEEAAEERGFHGEKGWLGSCFEAGYGRE
RSRKKPRDDEADTSESDSSDSESGGE*                                                     
>Mpus_Micpu157318                                                               
MAAAEDATTPAAESRGDDDRDDDDDGDDGARCDPAKALPPEILAQILAALPRRASTAVAISGVCRRWRDAVLGETEYLKT
VAFKMDARRPFKGLDARIAIASAHRRTWTSLRARHDSASSDLSELTHELDSGDSSATRPTRAKASPSPRASPSAKIVVPK
LLARAAEMGGNVTAHETLATLRELQGDHAGAYKSWRKAALLGSCVGQFRLGEIFYRGVGNQGVDGEEALFWLQKATKARE
AGAASLPSESLGVAAGIMGFLHLDGEGCQACNTTAVKWFKVAADAGNKEASTTLGWMYNTGQY*                
>Mpus_Micpu189558                                                               
MGADERAWPESDASRRRSLDASDATRAASVSAAALTNEILAERLPHDLIASVFAALPPPSRARCAGVCKAWRALMRELPP
EQLWRELDFATETDGAFKLNKESFAAATRMARGKLRVIKVPGDAGISRASLVSVLRANRETMRELHAVADAAGERGFWTP
KHVHDAMCAVGPKFRRLVVDIKSRGVCAALIHQLGSPLVRVRRLDVRRAALGFEEKEKLFAAVARLRSETACELKRIASA
PSLLDLAAFGKESEEAEAEVDALRRLTLASCGLTAGDARALARAIDERVDPWGGERDHRDATPSSSSFAPAMDLDLADNH
GIGCDGVRALAPLVASGAVRALDLENCGVGEAGAVALGAALASPSCALTHLCVSRNFIGAVGMDAIAVGLRRGPGGMREL
RASHNAFGDAGATSFAAAIRHSSGGAFEMLEVLDVGVNGIGADGVDALARALFHDDGTSAVPALRELRLEGNPIGASGAA
ALAAAATTASTRDASLTTLGLSATRLGLHGAVAVASAVACASGRLSRVKHLDLSANDIGESGSNGGGAGDLDLDLDLDLD
LDLLATNADARGAETPPRSRPCALTTLASDLASAPSLVRVNLGYNSLGDVGAGAFSTSIAAAALTRAFTELDLQRNSIGD
EGAAALARALNGIASTTRGAGVRMDVRSNSIGPRGMEELREHVERGVMISNFMPAPLPRRRGRDVRTPSPVEGEDDDVVA
NAMVEPVGA*                                                                      
>Mpus_Micpu186853                                                               
MTPANAQSTGWVRDGSGRMMRAEDATAENMEPSQLLRLPCHVLREVFGFLDAKDVARAATTCSTLREVNRSESLWRRMLA
SKLGTQAEIVLPRALPDERYNAGESKDEPAWKDMFRFWMNPKPNSLEWAEKARGEDLESSRGKFAARYLHRCTAIGDGNK
ILLFGGQGSGADFFNDLHLLDLKKTPLSLEEVHASGDPPFPRCSGTLTAVGVDGLPGVEVVALFGGSQGFFEGFSNSLCI
LQGDDGVSIENAAESHRGLTWKEPKVVAENALDGVPDARWGHSAVSWNGNLVLFGGSNTQHCFNDTWILNVSADEEDPKR
LLATWRLLKLASDVRPPSRAGQTVSIVNDSLYVFGGCHISDVFNDLWTLDLNSPNPTWREFHVKGTPPAPRVGHAAVVLG
DRVVFSGGRGSPTAGAFGTYATADQGLATMQGLTFFEGGFAMLDISRECWMPIQHPIRDGKRGVAFRGGGGDGPTPMDVD
GEENDFHMPGLGMDDLEEGADQGVWEHRTGHVMVPAKDGLLVIGGLAYSGDFQNDVQHIKVF*                 
>Mpus_Micpu56089                                                                
MARALRPLPNSEVGPGTFTFPALASGRAKCYPHRSSGADMEDADMETDDDPRPPELPDELLQVVMMHADDPIDLLRFARV
SRSWRRVAGRQEVWRRAYRNRWLSGARDDDDDDDDDEDGGFAYAFALALDRPDTFRLRAPTDDASDEDDVERIFAPDPSR
KDVRALSLFNRRVELEILRTLDDAVWPTARARARERLRRRLIPSARSSFDASEYDDNPNADEIFSHACAVARWALRRRVG
WDGSKPLSRARGAAELIATLVEFEVAIEMGDLAMEAMDFDEEEYRDRNVRVNDDAETTARASEEMASTEEGLAHIARLLD
HDLDPMRIHACLDKIGAEFKRRLDESGAYAEGEDGAREMRANPRLALEILNAFLFDDEHGARQPAEAAWNPRAEKYEIAG
GDLMDPRVEVPRSGGLRFVGNGARYYDPENSSLASVLRRRVGIPITLSVVYAAVARRGGLTIRFLNVPGHFVCGVASGAR
VPNANVSAGGEISIIDVFNQGATTDPVSVDAVPPELLRRTPPPDVCFRALNNLRVIFQRHDGAGKYSNAYAHRPEVVNHS
PRRRATLYSLFAAMRALQPVLEFDREAGKIALEFGHREDALECGVDPADVDRLVNPATVALSNTSVFDRAARPRALEIGA
IVVVAPPKDGSEARWVVCGFFDVAAEGLEDQFATGDDDPDGVYYNVMRLDDDAEERIFGVADLLPAYKDCDVDLGFPYRA
PLEEQPNLVHALGAYFESYDPDARRFVPHAFTRYKYGYDAPSAAPEHVR*                              
>Mpus_Micpu53221                                                                
MARTRTTVRPPNPPRKKQAFVDILDELADVCEKLGDGRRAKAFLVASEKMRSHDDGSDVLSEESPAVYAKVEGVGEAALE
LMHEFVTYQDNWSPSGELEIATELKEKLLERRKDAARAAARKIHARTGGGGDAAPPGPTPALPSEVLAEIFYIVSRDTSP
DVGLRNVLRASQTCRGWRDAERESRWLWRSIREDRFGADPNENDPDGDDGGDDDDGGDARCDHRAACRRLATGDAVACAY
ERGRWLREIQDAKTYVVKVSHPFEMVSARGRFLTTTRETEDEPDPERLHFHARGAEDVDYVVEIPARVGRKKKDEDGDGD
ARSVEIPARVHEHVLELPLPDFRGWIRDCDARYDALQTRDAPPRDWSLLSLPGRRQTRLLVSVGVVRDREDAKGRGMNTN
RRDVETLASFAATVTTYPPEVERELLDRANKARSIHWFPYDRVRVVNADP*                             
>Mpus_Micpu187614                                                               
MTPPPPPSPPPAPSWHDLPDGILVSVFERIHGEPRGRETLLRCLRVCRGWRDDARRVLLRDDGDSGRRAADGSRAFKLAP
SSTALEGPRGGGVDGSSVDGGSARAIRGDAIDEESVEEDTEACSKRRRVSADGGGGGGGATRDAETTMAEMDDAVAVDGD
VDGSVQGVAVETGDASDDATTAAGGGGGGGGFFAKTLGTLRRRFGGSERKSAR*                          
>Mpus_Micpu195088                                                               
MKNDFKTRRRVASSHLMASPVAAASAAADPDPAPLFPSLPDDVLARILALVPDERDLARLSCVCAVWRDALATSRAWETL
CRSGSLAARIAPKRPRRPHRSIYLDHLRDRRARRRAAYDGVVDIAHEHARAGGDDPRGDDAKFRALRRAIDDVVKAHQPE
ATLRDVLDHRSGAYGGRTMLGIAAQWGATALVRDLVASGADRSIADDDGWTPLMEAAFRGNRENVSTLAADTVSRVWDDH
THIPRYDVSREPWVTDARASRRCEAKGAGVGAGRVRGPFNAAEWARFRGHGDVSDWLFGELSTRLYEDCKKYGDWYEGGW



YTNTTPWRL*                                                                      
>Mpus_Micpu58201                                                                
MENLPHEHLVEVLKHLPRSSLLDVAQTSTTLLRAVEDPSLWPLGDDGGDAFAPDPDGGGPRGIARAAHRAPRSDGVVRLT
TARWIASTLRLPYQLLLPLVRFEVNTEFTLKVATHSIADRVARSEALAPDEGVAATAVAAAAEAAEDANVNIAGELPGVR
ARGAEDAWLMSLSTDVSVAAAADASAAARAAVANVETAARRLASALEREARLARESDVAAREEYASDDDEDDEDDEDGVR
ARPTRRRRWRAIAAAAESVRADRGCVRVRLSSPFIVAAALVRDPVSPAVEVAGTTPPPWSMDVPNSTAGPGEVVQDVVLR
QPSPTTAWSALRASVVGEAICALRRRRRDGGGDDDATRHQGWGPAVRAVLSALETGKGNDGDGGEGDADADADSPAAAAA
AAGATGGGFTDARAGIAWPALVRDPDDPALGVGDARDAGASSSPARRPRGFVVGGCKCEDALSDAIDVARLLNGGGTVGY
VNDDDGAAVLALALLSYVPRAHECVLASVLHLNHRWRRCLSEAADALSLRRELCASSFPAAAGDDESMAATTRGLERVGE
LDATHAIMLEMCGMRAREARDQREPCLAASGATRLAAAAEAARAAAERAREAGESDDAVERAREGLMLRTRDALTRALVA
VGVLEDLEGDG*                                                                    
>Mpus_Micpu41446                                                                
MKTRSGRYTSEPPSSLGPRLGVLPSDVLELVLSGLDPTSLFLFARVSKGAREAARARAPARRADLRVKDFVGSVAMLSWA
KKDGCPWTESVAEACASVRGNLPVLKHARTRLRCPIDVDRVRHIAAENGDVATLRWALETQGDRVLRWETCERAARRGRL
DVVRYVAGHASPVHVVAERGQDCACGRCGVPIVFHALGRFSTTHESEGFDFTSVARTAARGGQLQVLRWVREQDSGLVSQ
GAPDVAPPGGTPMEWQHGVAAAAARGGHLDVLRWLTTYDAHDTWFDDPALSSCEAAAKAGSLECLEYLRSVGCAWDPFVT
FEASRRGHLRVLRWAIENGCEIDDDCVVSAFEHGERETFEYLLAAHAPDEEEFTMEEFDETYPTAAHRKSAAYDGSDDDE
ALWHGFDDDDDDDDDDDAKNDDDDDDVASGEW*                                               
>Mpus_Micpu60413                                                                
MPRDADDRDVPRGSPPDKALIVHPRFKHLARLPPLEFCPMDWLPDEVLRNVVSHLDGVSLAKLSTVCTRTRYLCDDERVW
RDACADAFPLVFGGIRGEDDDERPAPCDGGWREAYKTHHTVLYELFRGGGTSRAMEGRVHGALGEGLGAMSSGRYGRVGI
RVDA*                                                                           
>Mpus_Micpu185818                                                               
MADPSCDGADVDQSARDTKITDLDVTTLSNVLSHLSTEDVLSLSSASKHLRECVDESVFKRLLLKLWDEPVWEVTSYREL
FLARHRALEFIARVGAHDGPEDWGSDDASRSFANAKIACDELASAVNASWRVPKDGATDSTMGREDIERALVTTLVAVDR
GSDASRREDAARRAATALSVCACLGAVATRCPSARARYLDCAREAQHAKALDRFLRAPGGSPTSGVFAEGFRAAGGAPPA
RASAAAPPSLDALAASLGGAPARDPHPFPPNDGFKPSIDAATALFYVPIVLYGRLGRVDARGARARSHPFLDADLLDDAS
VPSPPSLPGRGPYPRGGRPPHGQRLRMESQAKAPAVGAMAGAWAGCRVRVSPSLDAAGAGAGAGAKQNALTVESVFRATM
SVTPDGRISGWIADTVGNLTMRGRVDAAENAEGGRAVVIDAAYDDCGGVPGAMFRAASHGVARTRLAGWVTGTAVGGEWW
QWSAGVVSKGMFLMWPNDAPGVSSRRVSMDR*                                                
>Mpus_Micpu186641                                                               
MPRDRGGGGLAPRRRRATEFGAPAAGAKGDGVVASRSRYESLAISRGLARHANDDPHREEAFTRAALELAHVLRACYASS
SKDAREAMTRDAIAGASRAAHLATSRQLAASHALRRAAVATLPSKRREAFERAHAAAAVTRARDAKKRRARAAEAEAEAE
AEEEELDDDAPDDAASPTTTTRARDLPDDVLRAVFDRLNPWDLGRCAATCARWRALVAGAERAWKRGCEDAATTAAAAER
TRSALGDAASWRDAFVALVATSTSTSTSRAGARDGGRRTAPAIAEPSGRAWCERCETYRWTWDDGGDGGVAWPAGHRDSH
RVRTGAMGAAFVVDRVLGGGGDGDSDSDSDSDSDSDSDGGGGGGGEATDVARRMRLWRIRGQ*                 
>Cmer_CMC028C                                                                   
MVSYTGEAGRLLSETLVRPWFALYHQRVPRERHCEDCESTTDAADNKLSTARVEQPGPAKTNLSPVEQLPGDVLRSVFEL
LSPADLASVSRVCRTFLSIAFDPALWRRHCLEAWGDRESLTRLTAAACGYGGWRRMLRSRAHLQFHGLYIQKQQYLRIGG
DDGTGSRRVFFISFYRYLRFFPGGKVVGMTTPEDPLVSRARLQSTRWEASHQSWHHENNAGAGAGTDQVVPAVGDYQFDE
KTRMVSVTLPIYQPRYAEMQGALACYVLELSDADGRPRGANDMLRLLEHSTLSADGSAPLYHEVKPSQALFYFTPFGSQY
RRVAEKLFADPEDVKMFNRVQLMQRPARLQTRRTNCTRTNAVN                                     
>Cmer_CMI121C                                                                   
MRLQREAAQLDEEVVSVDCLGDPGLEPEAASQPTLAMDAPPTSSNAPGRSQRASHRVQETPGSLAGASSGFQDAFSGSEP
QSLSASVGLVETAEYGQGSNSVTWRWRFLADVTAQPPDCAERVTPSVVYSDLTEQTPSCRSSLDRERSIDFLLGSCGTVE
AEGFAHIKVIDSEDEREIAQRRLQMKELQRSTKRCWSTAPCDADHVIEEPLATMTPVASQKQASMLHSAGCSALCTPHKR
RSLRKKEASCSGDFRSFSRKQLRPRSTGQAARRLTIDALPADVLALVFRHLKLLPDLSLHSSMVNRSWREVAMDPRLWRE
VDFEHYERVNDDVVLNYTRRAQGRVSLLDLSKCHQVSNATIIQVVRENRHLRTIRLAWCNSVTDAVVVEIAKCCNELQEI
VLACCVHVTGVAIDALAEHCPSLKVVNLACLGKIESQSLVRLFRRCGSLEQLHIVNAAAVDDRIVALMARRLPRLKYLDL
SWCAHVTDEAVYRLARYCRDLEHLELGDTKVSSHGARMLLRCCRKLKVLSLPRCVFIDDELIHAILAFAADRLESLNVAS
CNRVSDDALQLLVEQCTNLCKLDVSKLPCRQLGGILRRASSHLEIFY                                 
>Cmer_CMJ108C                                                                   
MKPACVTDSVKKPLSLCAKEERDIEGNQNAFEGAESALERPDSVPYLLKVLRQLILYVETKPALMDGSASFIRDFLRTFL
IQTQAASVQDSWTGGNNLREPLWFASAGSASGNGMLSPAAASAAHLEIEAMDAAEDFMVEEGSSGLGSGSAVPEADGAEE
ASRGSARVTLVRAPLSLSALSSSAAASSRYQKASRETKSYVLGNRPTTISDLPDDTLRRIFTYMNGPQLGRVRGVCKKWC
KFASDENLWRKLCLENWRALETDAYLWRLLLDYHLSQEAQASNREPLVSEDSRWRFMYPIVRYVPKWTCRLQKTGRFVCR
LVAHQIGGPLTDEESIPPVVVVERRFNLNHLNEFVLPDAAVFYFEPEREEDRDGYQNFIEYLIQRHRAGLALDEERRIIF
IPPCAYSQNVLHYNGEALLGVVQHSYPPLAG                                                 
>Cmer_CMM138C                                                                   
MRRSSQCRALSELGFEEHSRCHQSCHGLSLFVGMVPKCRGEMCCTVAELECLNSSAESGASNFHALLSHGQHETGIPFDE
EERTRARLLTGRRGPGERAPSSPSRSAPQTSDADMIQRVWFGELLRVSQRQRCFSFPVYVQNVYASGSRTDATLMTRQVY
IPLPPSPNNTDGESTDDVYQVAYDDEYGLSYKQVREAGIALWLAAQTPLFHHFVCPLIEVRLDVPSYHLQQKSGYLLLEP



RQHRSLDRANGSVKLTLFYANARYDWYKQSFDLERTRFFAFDLVLAFAFCHTQGFVHRDVRPQNIVAMQTGKHESCSCAV
HETFALINFSLGREAPLQVYEPTGDASDGDSLHRNSSRSTFEALTPVVATLWYRAPELLLGSRRYSAAADLWAAACVIAE
VANVHDANEDERALFRGQSEVDQLRLIAEAVGGPLDDGWHSQPEASRLPHFGNGLQVPRIEAALSTNSPLRARFEKCFGS
DGLDLMRRLLHPNPTKRLSAMEALEHPYLAVVGDRLSAGCCRGEALAHLRIQQQRIQRLCEYAAESKENLSAMTTPSKSD
GVTRHPKIPWQHWERAFNLLKHLSLPQSERPNAAALSASIKTAVQPFYGHVPRGHSRLSSAPCVPDLLRCKCLMAAFIHE
HALSPRTLHLAWSYFDIICSSQREPFVRFPTSRRHRLQRTDWLAVGATMLAIKYNEVTNPGTEELARFFALQFEWRDLFY
VELWCADVLGFSFAWPTEWDGFLLAWRAAQHQTSSHDHAHIQRTGAYLLELCNLYRTVQECGSPTAAHVGDSLSLGAVLA
QSLCQASVLSASDAKHIAQILQALYWAENQPLLRELIQPAYPEVTFHECIEELSSIVMNLQARALSWTEAAQHRTSLSPL
TPAERWNKIPDDSCSPTPKRQRIAGADVAKPVAFRMSLETTSSAFPELLGKASHTDGVSSNEASFVVPRARPGARVHPVN
ALGDAASARDILRHLFTYLSFPELLRLRQVSRTWRAVVEDTPALWRVLDLSGSCDLISDDVLLNLVQRVEQLICRLHLQR
SPVRILDLSGCWRLTAAGLGNALHSPALSHLRVLRLAELNPQALTNELMLSALPPMLEELDIRATPGSGCLHHPEIFAHL
LRLPLRVLNVAEHPGLRISTTVLQEACNSHGVGFPGLEVFVAHGCSLALDGPLVERLPTLRLRHLDWSFVSFLDESVPRD
TAPASGLPEQNPPSVALVLHLARRAPSLETLRLAHWPMLTDRSVTQLCQALPVPGRLRELNLMMAWELTDRAADVIAHHL
HGLHSLDLSSTAVRRPFLSLFPEDTRQLLQQGRACARRHLPLPQLQCLVLNFTAIGDRDLYRLVPCLASLDRLFLVGTFP
SRVASAAGTPDALLTSGNALQPVTPGDAERFLCGLLAHFRQGWNRARDTELDRASNPLTLVLSSDVRVIE          
>Cpar_507Contig10695                                                            
MIDLLLEDLPDDLLRHSLRYTDLRSVLAFAAACRRFHSIVWAEGRVFLDVLSQRLGTDPHETASTLSHLKTELDWANELK
MLEEVPDSPVFQERFHDDEVMTALWSPDGRLLASASKDGTVKVYQLEESGARGARRFALRVVAVEHVNDRHARSTAWSPD
GTMLMATDFDQEAGFSIHIWAVGDEDAEMDAGRDEEEGGYEHEFDGVGGVGGVDEP                        
>Cpar_697Contig10978                                                            
MAAGGSPFDALPDDLVAHIIGQASEISYKDPDALFDVSSSGFRTRSDQMLRDVVRISHVSRRFRSVARQPGLWERVIVSS
PSDKLAEVLLRQSGEQREALRSLCLAISRRRQLQPQPQTELEASSSCSDADPHVESVVRLGRSFGGQLTRLYLNFDGDVN
PAVLAAIQHCPRLEHLSISGDARAQYEDGPLRLHAHAHGNVQAPALLEPLVQGSLQALASLPLQSLALILPITLETLQAL
APLAPTLKRLRFTAVVSGAHQLPTVFSSIAVFQQLEQLKMFFNEAGEHFTAEPFEADLQPLSSLSFLRYYCTLLDHSHLG
FLSGMRQLEFVSFVMPRAANISPLLSIPTLRGAILHVSPVADAINSAEIAAFTATASKLSALEYLALILPPEFYEALSGV
SLKQWTRLRHLSLSCSNLHDDVIPVALLKRVASDVPSLELLDVRSPLALGSAGDFVAASSLKALPRLRRLAFEGGAAAAL
DATARGVLRAALLHAEVSFE*                                                           
>Cpar_754Contig11050                                                            
MKRPSKRRRVAADAAGEPEQQAPASPIERLSDELLGEIFSHLQMEEAWRLRSVCKAWDQIIRSTTYRKLYLCCSEPEQLS
ALIQLLKQAMATDQLEEVSLALEPSGLSEEDSREMWSNALAVLSVVANEHAGRGPRHISFTYYPKPNFAWTDVVPVDSLV
LAPLLALRPPPKDGLDAPSALEEIHLAVRYGVANPDHTPQIPIAALRSTLAPFSNLRHFDLYFTHDWPALGEAQAAVLAE
CCPQLTSLSITPVNADAVRRLAPLRLEKLALSGPLHAGSFSALAEGEAGKTLKDLRCTDDSFTQINGEDLRSVARFPQLQ
LLTNFCIGSDVMYADVAALRAAPNLKKVRISHRADRDPVPLLCGLTTAVRSSRSLESLGLMLEPADTNSATVAGFITAAS
TSRVLQELEFRMRLWRPLTAEEVAALRGCDELGGTFTVECFLDSPSDLLALEAVRGMNNICKIHISVATDDPALFSVAKG
VLCGWCNPVEGREFSAYHPKSNLTELWSDDW*                                                
>Cpar_841Contig11171                                                            
MTSEPGFDSGGAEFRVFPPATAGAGGPGSRLPSEHSQPIMLESPACRCKRIRQVEDEHEAVPTALLPDDNGVDRAATCGG
LHIDDIPDDVLEHVFKLVVRRDWVRLAPVVPLGFEEMAADDDVNLELLASLCAVSRRWRDVALRGCFWERVCVRGATDRS
VSQLLGLPPARLAPIKSFYLKFPRAGPATLEAVAGRLPWITGLELDFVNESAGNIPLAHLGAVAQLRHLRSLELSIAERT
LTESPGALVQEEVQAALASIASLQHLEALLLQNMPLAEAALRALGASRGLQANLRVLHLDAFLPPDENELEGSPGPAIEA
LSALRALRQLSIAFRDPVSAEWVGPRAETADLRPLAALTELTLLDLGAYCAGLEHLLAMRRLEDVEEQWGEAESGPRWAP
SLVPLITRLEGLRLLQLHGPGEMLGALAAAGLGSLGASLAELRLNNDAVESAEEQRIPLALLRRVAADCPSLTALRLDSP
LGPLPEALPALAALARTPLRRLSLAAGTMEALRGDEASFAALRAALPGVLVEEARPEGFEEDEPAGPCAGAPRCPGEEAD
EVYFFPEPPMALEAEAAAFDSPPHPPMAIGPPPSA*                                            
>Cpar_1069Contig11587                                                           
MEGERAQKRARTAGELAEADTSSAQLQHADSAAIASSESPPQLDELHRDALGEVMQQLGFIQASRLRLVSKKMRDVVDAV
AWRTIRLRVRSDEQIVRFAAQLRRPAGMRPITLDVHPMLEVEIQTQPPPPRARDAPEIHGAVVSLFSACSACSGGLGGLL
IKASGNELAGLATAVLGALSASEGGGGARQTLKSVVLEQESSSTPAPRELVRLLACFPRLERLRLPLVLEEAAAALPAAF
PALRSAAVRLRDGAALAAFASHPALEELDLELEPPGRHAAPSPYHAPPARPHESARGFEAFAAGPAARRLRKLRVSGADG
FHVGELPALGRLTSLEKLQLAVGTALLREEAEAGPLE                                           
>Cpar_1234Contig11894                                                           
MAAPELLDLPDEILVLVAARLDLAALAALARTCRRLGAIAALNDVWVPHYRGLTHPEGRIGPGSVHEGPVTYRRCARAHI
PYPGLEHLDDP                                                                     
>Cpar_1245Contig11908                                                           
MASEAADSALLGLPAEILVHVLSSLKGPDLARVSASCRRLRELVEAHDEQLWKEVALRDFPGMALSALSTPNTPNEGSST
PPAAEMRAAAASPVPWRVLYRKRLALELQSELQGLLKSNHLLQGRLGRQAAARSETVKLLGHREALYTRRVLEAAASFRG
PYSWGRRAAALLEEFKAREASDKAQSVAASGWHPSAVQRHLKRAAAPQGPLFGGGSPHSSSASPRRAPDIIDPGLSGARC
TLKEVESQVASLKKEIETQSACLRFADKNLASLQQNAIDIGHAIRRCRARMTAAAGMENGAEPEARQARPPVGAGLAVFC
EQPRSSPPPQLAGARKAAP                                                             
>Cpar_1684Contig12741                                                           
MQPSIQQLPDDILTYIFKCLDLQAAAVARAVCRRWRVEAEAILWHRLDIELSPERADRLAGFLIGAQGLDWGLGEVDVDC
SYGPDTCLAGILHALAPPGAVVCPSLRSLALRGALSGDPDCARVDLGLDPALRPLVFPNLSSLACKILCCYPGRLDSEAL



ARSLPNLKRLEVEHDGWKADIGEAGGVFPALEFFKA                                            
>Cpar_1700Contig12775                                                           
MSADGADEHELSPIELLPPELLHDILIRCDLQSLLAISASSRRLAAAAREHSLWRELLKREEDSAPCEVGSVSSARRGGG
PPIAAYIVKRCIFRADESIQAGDALARACLAFLALSRSGFTSDELLLSRWACDPGHRFAIDTSGVEIASVIDALLSVVGP
FLLEEREWREDAFLVLPSGIRAAVLARAGIPDGLFASESPESLRLHTVIASTFGNTDHPRAAETLLFSLVKLERYEAVAS
GLSQWAVFEGLWIRGAAWEDPALDNIEGLETAAGGPHPYPGAAGALQARRDLLSHLRACEKAQPGALRNVLLRLREQGAA
PRPEEGAEGPAGRAARLERAVRLFRLGQFAMCCFLGPRRTMHFLAHREPVTDNEAGRAAQQLFGEALELLHAAGACGPGA
PREEALLSASAAHEAGYCLWNMGLHEAGVPLARRAFAARAALLGHEDARGLFTPAPPPPAAPDRARGEPASAAAGAAQPT
NQPASPPPRCL*                                                                    
>Cpar_1844Contig13096                                                           
MLFLAVALAGAAALALLVYAGVRRFSTLYSAGAPVFWGLERGASVQKQALALRSLSSSSSCALPRSPSFAGKAASDIDAV
FPVGGIGSLPDELLCSIWAMSGASPLELSAVCREWRRLADTERVKLRGRPGVQARASPYH                    
>Cpar_1938Contig13305                                                           
MARGGKKRGRAASGEEGDAEKASDAEDRHGEAVQAASSRAGAASQIAAYASSSSAAPAGSNVNSAGSSSVCDKRQMELRE
GPAPCSEPAAAAPAHQQQPAPRAASDFSALERLPDELLKRVVGFLGLREAWGVCRLPLVSRRMREVLAATEFDALVLRGQ
RIGLSRYRDLPEAELRSWARRVRSGALRIAAGGAVELDMYVWRTEDAEPGPFLSFASSLQGLRRFVAWHGDVVPSTEGES
RETRANARHAYAGALLAALAPVAGTLEELSVRLQTDEQRNLPGAAREAIAAGLRRLTALRSLDLAGCVGFSAELLDEVAP
ALGGLRSLRIAHCDPDGSLPPDQATASRVAFAAAVERLCPDLEELRATFGGARPWGNAGEALCDSVV             
>Cpar_3036Contig16647                                                           
MAPGASLNDLPLDLLERVLHHAGARSSWRARRVSRAWKDAIEGMHWSSFELEVRTEAEAHAATALARDGRLCVRGDVRLV
AAFKQEQEQSDEQQEQPVALLSALALGSCSAAAPGSGFTLRE                                      
>Cpar_4029Contig25528                                                           
MSASSELEELRRENTRFQELYLSAVTGKAVRIAAVQTDNIPIHRKRSRREFEDGAMPQESEGVMQELRVSLARARNQLAA
EKILPQRVFAYAVQIPAALRPQQQAKASAASQTDGTDEPRGEREELLNELRATERARRDCMWRRTGVFCALVAGDEEEPA
PAALSDDVLLRVFELIVERGEAAGALLEAHRFLCSAMRVSRRWRRLASHPCLWSTFHLRVHALQLPWSSHALAVLPRFAS
LSHLSLDVVVGDGGGRRINTRVDEEATRSLAALSGPNGDGTGPPPLPSVRSLNLRIFTLLPWIPACTQAELEVAVGPRPC
DPGTMVFSHTAQLRVADRFPGLRRLSLPVAGYRAGYACAPAVAVRLGAASSGVERLDVHVPLGSVHARDITAFRHAVRSN
PPPPILP*                                                                        
>Cpar_4072Contig25555                                                           
MDALPNELLTAVFGFLGSADRGRCAAVNSAWRELVYDPALWTDVRFDVFEQNLRSVFLFSSDYLDPTGEEFARLPAGVPT
FGRRRAVEVVAQPRFKALRSLELVLWHDAPADFGDQAFHYFFGNAPATVERLTITEKARVLRGREKEPLAPFLDKFELRY
IFSRFPRITHLALSGLVWDHNFVAPTLVRNGPVGAWHALSPFLPNLRSLDASRR                          
>Cpar_4255Contig25738                                                           
MDAHRKRAPRAPFLEGLPGDLLSILQLLPLRDAFRARRVSRALRDAVEGATFDGGKLEWCVPLDSLERLVRDGRLKGSEL
DVRVSVRVEIEFSKSAETVFRQHVVEELELLSGPNPSRADLFYRPPLFDIPEERLAPFSGLQELRLPRAACPSLLCDTGL
PSASALNTISRLGPLRLQRLVLYGVWGTL                                                   
>Cpar_4391Contig25895                                                           
MEPTAKRSRLTKNAESDAKRVEASIGDLSDELLAHIFSYLYMEDAWRCRPVCKAWLKVIQVSSFLHLGSPRFGFDVPSHL
SDLAVLLRSSSAAVQLSDVDLSLGTDGLSQADAFGLWGNALGVLSAIASQHAGRGPKDVSLCFALSVSEGVREETSECVV
PMAALASAAESFVVAPLAALKPPSRHGSDAPAALEELSLDVKLRAPQEIQQRLLKGIADNTLRSALAPFSNLRSLELTGW
LLFGRAQAAVLAECCPRLAKLTMTASEAAAVASLAPLPLEELMLSGHPFDIDIGGSLTALAAGAAGRTLKHFSGSRNEIN
SNDLRAVNDDVSREDVAALGAAPKLRELVVFFEGNEDATAFVAGLADAVRASRTLEELSVYRT                 
>Cpar_4447Contig25969                                                           
MEGRSRKRRLSSAEVAEEHASSCELPGDILVMIFAQLSQPDKHSAALVCRSWASAARDPSLWAEVTLDVETLMVQLLPKS
DASYECRPHIHNDGSCAACRRVPRMKHATPGFLARLLHGLGHLQRLGITTEGGLTFGASELREIAALLPHLSALAFPGDR
PAGSGAGAGAAAGSKRRAKQDWVSAASAFRRLE                                               
>Cpar_4596Contig26118                                                           
MKRPSKRRRVVADAAGEPEQQAPASPIELLSDELLGEIFSHLQMEEAWRLRSVCKAWDQIIRSTAYRKLFLCCRKPQPLS
ALANLLKESTTTVQPQLEGVSLFLKPSGLSEEDSREMWSNALAVLSVVANEHAGRAVDLFCSPESNSAWTDVIPLDSLIL
APLLALRPPRKDGLDVPAALEELELGVGHGRPYPDHTPRIPVSTLRSALAPFSNLRCLHLSSIPDWVPLGEAQAAVLAEC
CPCLTSLLITPINTDAVRRLAPLRLESLEIFGPSLAGSLSVLSEGEAGKTLKELRCAPYHFTQINGDDLRSVARFPQLQL
LRNFCIGSDVTIADAAALGAAPNLKKVRICHTADKDPASFLSGLTAAVRSSRSLKSLGLMLGLEGAVESFVNGMDDLLAL
EVFRESDLDFRIRVGTDDPALYSVAEGVFRGWCSRHYGEEFTAYYPKSSLTRHWEDLLEW*                   
>Cpar_4844Contig26576                                                           
MEGLPDDVLGEIVGCLPFAAAWRLRATCRRLRQVVDGIAWGAFSVSVHGDTSESAAARLNALTGVIRSGKLKLTPRVQDA
SVVVELPVMAPATPSTSETRAAEVLSPRAVLPPAHVQHPPADGLRDKPGPPRPVSAAVCGLLDLLARQCALRSCAVCVPR
LLEESVREFFADVLLALASAEASRADGQETFLLSLTLQAADLLRYVP                                 
>Cpar_4849Contig26599                                                           
MARSAKRRRLEESVKGNMKRVESSISDLSDELLAHIFSFISLEEAWPLRRVCKAWRKVIQVSLFVHWNSRLTLSSPFRKP
SHLSQLAALLRKSSSVQLSNVALSFITLKRSQADAFGLWGNAVGVLSAIASQHAGRGPTNVSLDYSLNRFEENFSNESLA
SAAESFVLAPLAALKPSSRTGSDAPAALEELSLFVEILGQPENEQPLHQEIADTTLRTALAPFSNLQSLELTGWFLLGGA
QAAVLAECCPRLTKLTMTAYEAAAVASLAPLPLEELMLSGHPFDIDIGGSLTALAAGAAGRTLERLSGYEINGDDLRALA



RLPELRDFKSFHVNDDVSREDVAALGAAPKLRDLSLLFESQGEAAPFLYGLADAVRASRSLKELSLELHANGTDPAALAD
FVGASAGILQSIIYGVKRALTAEEVAALAACTRVHGFVTCALDGIADLFALQGLRGTRNRIEVSMLTGDPLLRGVANGVI
STWLNSRGYTFITIR*                                                                
>Cpar_4980Contig26888                                                           
MSDDAPENVSAQTAAASAAASHTGLHAPEAAPFAFDRLPDGVLSEVLQFLGLQHAAAARAVCRSWREAVEAIQWRRLDVV
GKGLMRPERLVKLLVDRYPAVGVEEPEGDPAVGARRRWVRVAPGASLRVEMGSEAYAKASLAEDWADWFQTAVALVAACV
AAASGGLGEVAIFKLLCHFANGSGGVPFPLEPRLRPLSNLEVFALPRCWYVDRAAADAVGRSLPHLKR            
>Cpar_5003Contig26962                                                           
MAAGGSPFDALPDELVTRIIAKASGAAYLKPGAAPICEPSGAPRTRYTDHVQHFNELVQLSHVSRRFRSLAGGPSLWERL
LIKTASESVLEALFALPEKRREALRSLWMRVGIASVGGLGIEMLEYAGLLMDGLIDISPLLPLAGGLQNLCLIQANRVHD
MNIDVGGAALTSFAVLTDALSLKEWTHLKTLSLTCPSLVDADTGLTHEQVIPGAFLKRLASDVPSLEELRISAPLPLNSA
GGVVAVSSLKALKRLLRLAITGKAAASLDANSREISCQD*                                        
>Cpar_5136Contig27348                                                           
MSNDASENVGAQTAAASAASHTDLHAPEAAPFAFDRLPDGVLSVVLQFLGLQHAAAARAVCRSWREAVEAIQWRRLDVVG
KGLMRPERLVKLLVDPAVGHGVEEPEGDPAVGAKRRWIRVAPGASLRVEMGSEAYMKASLAKDWAD              
>Cpar_5264Contig27783                                                           
MGRIVERVHSASVGRPPFDALPDELVTRIIAKASEWSYFELGSIPKYAVSHRCTDQDVFELVQLSLVSRRFRGLALQPSL
WERIFIEPVSDEVVEAFLNQPKQRREALRSLFLGEGDFSDGFFAKLCKSGSVGKQLTSLIITFKGAVSPGVLCIQAVSDD
WLKENITMVVPMTLETLQALASLAPTLKRLDCGVIVEGTSTLLPVDVCSSIAAFPKLEQLRMFHDKDGSKFFPRASEANL
QTLSSLSSLRYAFMVNHMHVGFLSGMRQLEYVSLSMEDAADISALLPLAGSLRHAVLTRQDLDEAASASFAAAAALSLSA
LELSVKRWTNLKSLTVECMEDVSTEVPSAFLKRLASDVPSLRELTVKSPLPFSSAKGVVAVGSLETLRRLVIEGDAVSAL
DKDARRALQASLLNSQIVFEDSNE*                                                       
>Cpar_5270Contig27852                                                           
MPSAAVQTDLERFADRAPAERLRFLSGRKRLRCHSEEPGNRHRETRDEDSGKIIPQLRATLCRSREELAAELAPRDAKIF
EYGFPEVQIPAAMRAAPSVAVQTEDMVEPRNEAQKLREEILAAKISRRCHQQKRTGVFYALVGVARDEEDLAPVELLDHD
LLRVFELIVERGKKENSLPEAHRLLCAAMRVSRRWHRLASQPHLWSTFHLRAHAVQLPWAFNALATLPRFRSLAHLSLDI
FDTSADDIVPHGQLQLVKDSFAFGIESGRCLVPCNGGSGLPPLSRVRSLALRLFHVRGLLLKQDPEGAVFRRLVPTPESL
PWIPACTPDDLRRTLDPVLCHSSSSLFQRAGASALRL*                                          
>Cpar_5273Contig27852                                                           
MDAPCLRLPDDLLLRIFDLVLDAERSPFTRISAVCRRFRALQGERRRVLTVPAGAIVPFASLAHACARMPNLERIELAAI
IVRNPAQAAGPPAGSRKRVAQWLYESAKEMLFGTALKPATTTTAATTTTASKREPIKALIVSGFTLQHFMNTNGRSELRP
EAEASFARDRLQATKLWIDGYKYNDPRWYPSLPTFVALAPFPVVLHRLEELRLIRLNDLSLDDFQVSFLGRLILPLCASL
RVLEVSGDHVDDRLLISLAVSFSDALAESLRTSYNVREESSRELEAAAEVARRRNPVVQSIHISALP*            
>Cpar_5936Contig37189                                                           
GRGGAHLHVAVAETGSGICSSESRAASGAVESPLDALPDELLGRVLFLAAAARRDWIIRHGPQTSRVSIPDYVDDKPDVQ
PKRLVKLKAVCRRFRRVVDDGSLWGRVALQRSESNDAEAQALTKLPEKARAANSTALAFASLMALKHFSSLSILRIDVLG
DLDDSAPYAHQSIACVSLVPSLRVLDLRLPLPVSVLSALSPLKSSLRDLSFEVEIASDIDGAGLGPAIAAASVFTGLQRL
HLEFSDCRPRPRNSSVPFKPSASEAELRALCALGKMRLYLGCQLGSIGFLRSMPALQHLDATLWLQADFDASPLSSLSAL
RTLKLAVEPGSGDPFPSSLAASLARTPAIVSLEQWASLRLLHLKVVKCRGELERALELPGVLLRVRGFQMK         
>Cpar_6020Contig37263                                                           
MPDILVKIFSRVAADRAADLLGATRASRRFRALSRQPELWESPVFHKNDQPEAFLSICASVGAHFRRVSLSAMHKISARN
AIRGLSRGISTANEDDDEDGYAVMSWLGALAELRFPRLEQLDLSRTTCTEREMEKLVTGLPALRELFLVKLKPKFVLESN
PQSVWCAFVPPVPL*                                                                 
>Cpar_6081Contig37331                                                           
MSAPELCDGVLHAVFEHLEQPELLRAAARVCRARRVALHASLWAHIVATASFVVEYVASFVGLRQINFFLKEGPWLVEGA
LGASASGGLAGAQSGQCIELVDFHWMVETRRGPTSVASVSFDLEPFRRGTPSALGALRVDVALPAGGSL           
>Cpar_6190Contig37454                                                           
MEEDGERTRVDASSLPDAILARVFSLLSAAERLKAVAAVCRRWRSVARHPSAWPTEAELLIDSRRGRRSGAPTAGNTVGP
LDDAASLRRMPWLADTSKLTLVADDEREWRSYRKGPALSFLSALRFLTHLRICGEEGAAGGGGRRGELRPSRIVSCTASM
LSVVAAACPALAAVSLFPVDGFER                                                        
>Cpar_6287Contig37534                                                           
MPDEIIARVMSFVGLDSAVDLRTVCRQWRRAFKTVLWERLETDVKDPKQLQVLTRLLQSGQLRLDPGINPWPSVKLQLKV
PVPEDVEDICEESAHVRQKLRRQTMNQLAASVAFLALHVHLHLKSNEPFLSRTITSDLLLGALQAADQPLAELDLDIDDT
NNGEYDLWLAPLASLEKVTLTAYVSELLEGYVLNRVESADYDQEHDLDIRGGPEALGAGLAGRSIRIVRLQRLEAEVYSA
AGAGAAAGDFLLGIADAVREFSDSGWNPPTLEIEVHKSPNPSEDTIKHFISRTWRVLHS*                    
>Cpar_6629Contig37907                                                           
MKLRGFEMPALYDRLREYAHRSGERTLVDAVASLLDAAAGTALVACASVAEGSATAAASGPGAGKRRRTDPPPSASSQQE
TETSTAGSGEPEAEPALIDQLPDSILSGILERLGLQAAAAARAVCRRWRDAVEAIRWCRLDVKLQPERADELAGLLLGGQ
GLDWSRLDDAEHARAEVTRWLATRCHEDDSRMGGRRIRVAPGASLRLEITPTTEDGYGEAWWYTLSLLTAFSAAAGAASG
SGGGGLGEVDVDCSLALRGGESCDPDCSFFYLGVDPVLRPLLFPNLESLSCRALCCFPGRPDAEALARCFPRLRRLRRVP
QLEVRYKGDPDEEIGEAMAVFPSLEYLQAMNGSVQWLESPDSLIEALASGPAALSLKLVLDWSTISRLPDLALPTLRALD
RFPALQRLQATPSFELCSSVGEADLAALGSIRALKSLGPLSLNNYQQGLSARLNGLAVAFERSSSLTDLQLLITAPPQEA



LPALARLTSAARGRLSLQIDVGYKVARYAEVAAALVGAPPRSLALRVVLFDEDVEGNQSRLEGLSAFAGCSTGDVAVHLN
VRNVSMPIWRLEGRWGAVREAVARALPTARLVRQHCKLI*                                        
>Cpar_6699Contig37979                                                           
MAMDVEESGAAATGVEALPSELLQLILGNLELQDRMRAAAVSRRWRAAAAEPPFSTAMTLVAGDIKDPHPIGLAEESDER
RALSVLSAAALLRQPPCDRLSELRVVLLYTGALYSLSSGTSPEAELLDELLASAPEGLARLELDAPGAHAGHFGRVCRGL
RIPRHAPSLRELVLRASGAPATLVQFKGHPTVEFLGAKLVAHSPPDLLRAFPALRPS*                      
>Cpar_6759Contig38047                                                           
MELLPDALLVAVFVHLPPAERVRAALVCSRWRRASYDSSINRSLALSVSADDVVAVLRALLISYRSLETLKLHAVNAPLA
PITLQRLSITAATPDLRALHTLELNTDAPVPSNVVHAGSGIGRTTFEVEALLEALPSLEAVSCVLVYQGSDVQRLAAAAV
RCASLLVEHVDFARDAGAVAAALAAVLRPRDCPPEVLAHQSHPPRLALSRCALPRAWPRGAFAGIELVLMDCQVGSETLR
WIAGAHEKTVRLVGLSFSEPRLIAFRAELVEALEGAARARGGPLRALLRLPLSWPPLRELLERLAGADPALQLDASVLPV
DEEVGPAAHARLAAARARLHAHREPECSPGGSPCRVPEL*                                        
>Cpar_6854Contig38157                                                           
MESPLGAVPDALLEIVVQKLGAVDAQRARGACRRLRDVVDRAEWSRISLVARSGDELRPVAALLRGGPGRLRLQPRCEVD
LALEYVGGELSDADKVEMQREAESLLRAGAAKWTSARIETRADHGVLTAEELARLASSLLCSDRLEFEPGGSGEPLLLHC
GSEFAALFGPSIAARAAGFQRLGLPD                                                      
>Cpar_6873Contig38176                                                           
MESGIFCLPSALMCKILSQVNQRDRLAASLACRHLRAAAEDPMSNPECSVVELGGPATAARAPSHVLSTAALRTLLTRER
FRAIEKLHVRLELEHLGIDRYAGAGDDLELELGVALSAAAPSLRRLELTLESGVALESARLQLARSVPQLRELALDSPSS
WPSVSAAAPALTFVSKMRLLGSAAPALEALAAAGISTGDLHVVDANLAQDQSIARAVVAISRSASSVCFVSCALPEEWPD
AGAGAGAGATPAFAGTSAAELRISWAWPGYADLLRRLAASSILASVTVEGTLEGQGETEPVDVMMNSDVYDAYALFDAAR
VR*                                                                             
>Cpar_6911Contig38222                                                           
MCLDALPDEILQLVLARLDFVAVAKARLVSLRLKEVIESWVEEVTVVLDSPADERPVDVELVRATLALQSPAPGGYPAAA
AAAAYRFEIERSASAGVRPPARSLF*                                                      
>Cpar_6947Contig38269                                                           
MARESRAKRARTAANGGEGAQAAELGASQGAASSNAASASSAAGGNSASGSISSGMAAPIASVAAAIAAGGSPLDALPDE
LLGRVLFEAARRDWRWLPPCRSFFDPEDDQPDVQPDRLVKLKAVCRRFRRIVDDGSLWGRAALSDLDDAEVEALTKLPEK
ARKAVRRIVLNCSTVSFDGFFKFVAAFRDQLEDFGVYFAEIDIDASKPAAPSIAAISSMQRLRSLYIGMVPFESPATTAV
QQSLSLLSLLPNLKFHAFLGTNQPPLEIFEAAAKFAALEMLGLSFRSADTGAWLQTDCKVDDLRPLCNLTRRFFANITDQ
AEVDLAPLSSATKLTALCLDYDIGASSADRAIKIAVALSSCPSLQVANLTFPPAVFEALAGRSLAAWTRLESLVIELRGD
GSVIPGSFLKRLASDVPNLRVLEVKSLLPVLTDLLSIGSLKHIRKLRLSGEAARATDRPERQLITGSLMGVRVSFDVDE*
>Cpar_7240Contig38638                                                           
MPVAGRKRKNPQAEARPTTEAAESPPRGSSERSLEADVAAPPIDRLPEELISRILESLGLEAAAKARLVCRRWRDAAEAI
LWRRLEVVGRRPSSKIDVADRIAKLLVGAGEGRRWIRLAPGASLNTRLLLKAKGDGDAFSGSPSLESLISACTMASGGLG
GLDVRLRECMQCVPIVLHSFDPPAAPAAAVPAACRALRRLSIRNTYRGTLDGEMLLSFFRLHADFWGLLRHFPSLECLEI
DEGAAPGLEAARDAAPLIEALASSATAPHTLKLRVRALLSGRALRALPRLAALEHLHVFYGLHPGVEGKDLAALGACPAL
RSLGPLDVCHRSRIEPGRIAGRLDGLAAALGRSPSLSDLELCFVPPAAELLAKLAALGQSFPGRISLDVAVDLAPGRAAE
AAAALAAARPRRLALVPSVGEDAVEDLSGLVDELGRLSAFAGCAIESTEVRLRVDPRGVLLFRSEEEEEEEEEDLSTEEF
LEGLGMGMVDEYFADRHLHPYYGRR*                                                      
>Cpar_7370Contig38818                                                           
MEPKATKRGREDDRADGGSSSPSWPALEEESCPIDSLPDELLRYRRVCRRFRSLCEDPSAWERIALRKPCPSDLEALLGV
YSTVMDSETLGRLRECFPGAVSELELWFDLTDPKGRARPRLGIPPLAAFSELRSLSLRASDESSCSSIEDHSSTYLEESL
PAIASLSHIHTLDLSGLPIALEHLHSLRGLAPTLRALSVAFCPQNSLFLLSQGVTELELLRGSGWSSGVSPGRSARRTHP
VLSRDAAAPLARLASLRLEIGGVFHVTLELCGGTDIAPLAALAPTLRSLALNAPVADPAALCNTLELSVPGNCLEQLAVE
PLSW*                                                                           
>Cpar_7426Contig38895                                                           
MQRSTSGNEPLAHTGSLMKASSGPHAFGAADGGLPIELWEKIVSYLDSADAVVVSAVCTYFRGVVLRDAPPFVGGGMLAA
ELDAYATDACSKILCVTGDSGCGKSAVVVHLSGGATETAQASSLVRRAYGALRTALPWSPELEIKGGDPRAHLCQFAAWL
GRVRSGLDEKGEGAMKVVLVLDALDQLALETSTGGAAPLMIIPPGGASAKLRIIISSDK                     
>Cpar_7491Contig38988                                                           
MKRTADGEPKAALAAAQATAPAAAEAAEAEASTDHDEVSNGPSLDDLPDELLLSIIQRVGMRSALCRARLWAVSNRFARL
LDTVKWTNPDGFLQIPVRILDPRPDTNADVLAVGQKEAKDLEVLALLKRRILAGPRRLALLVDVNSSFLVGAVGHRGLAR
LLRAVKSLGTVEKLVIELGTVVDSPNGCTWPGELFACILSMEGSRSLRSLDFASQRPKQGLRPKLCALGMPDQWRALLST
LPLTSLRLPATGFGRDHVTAVAAS                                                        
>Cpar_7590Contig39129                                                           
MEDPAAQGAARDGLEMLPDALMSLILMSLDGPDLVALALACTRLRDLVYGAAEAWKRAYASLARLIEDGGGWREAYGRKA
VVERHFLEGVYEARGFRGSIGSAITAIAIDDARYAAVGSENGGLKLFALRAGEEGGGRPGDLRC*               
>Cpar_7762Contig39370                                                           
MAPRIGLLDLPRDVALRILDKLTTLDDLVAVARSSRGLYWLAFDASLWRRITLRFPYSDRISTRQLFALSALSLTAVAAC
ETARGTLKRLALEGPWQAADFDVALPLLEALEDVDLEGVTFLYPPGVETPKAGLEFHPLLSLLRLPRLRRLRCVSGAAGR
DAVVPASLLTAWGRLLPLESLECTVGGESSAAVEAALSRLPTSLTSLDAWGTCRGSSR*                     



>Cpar_7792Contig39419                                                           
MGGDAGERDLTAMLPDELKVEILRGLSPVDVCRISQVASHWVDVAHDRALWREFCVREYGFLRLERYSNSGNWFECFRKR
AEISKRFDKGVVGTFDVHFLKGHAQYVTVLLLESGRVATASADHTARVWDPADNECKLTLEGHTGAVTAAAEAAGRLVTA
SDDSTLRVWSLAGDCLSEVRAHDGPVTALAAVGSSVFSAGTDRFVKH                                 
>Cpar_7802Contig39434                                                           
MEHSVPNPDPFDALPDGVLSLVLERLGLQSAAAARAVCKRWRQAAEAVTWKRLEVVTWRPERADHLAALLSMSSSSEDDD
AGAGTARRWIRVAHSARLHAEITGSHVSRGAANQRSPWDAALALAFACTAASGGLGDVDLKCARSMAAHSCVGDVLEALA
VGQAKRARPPAPGGALRGLALRDACGACCRGLPPAAELDDCLRPFSGLESLVLPVCCAVDAEGASALARCLPRLRKLGIN
LQTYKDAARLSALAALECLDLNYDFKLQAETPESKLN*                                          
>Cpar_7892Contig39578                                                           
MVDLQQLSSVASFDSLPDELVRHVFSFVDAAEALQKLPAVCTRFRELLPGVQWDSISLAFDTSDGPLDYERGNVFEACAN
AEGLLRLPKDDEDAPSSSLELELRGPSELELQFELEPSAGAGEHQHQQQQLLPVVLAHGRELVLAAHGLMGLLAAAARAS
ADSLTTLRLVVRNLGPAAAFLNAAGDAELGRGDAARERESEAGLCSEDLALRAAVALAPCR                   
>Cpar_7932Contig39638                                                           
MCSIHDLPDAVLLHVFSYLQRPAGKRLVGCDALAPLPLPDVVPLQQLVAIDSVCRRFRAVVAAGGLHTTLRVKDVGANPY
ARDAVCRLVQRHAVHVVKLTVDASALESYELGGGTLQGLLDMPNLRQLKASGLRTLSGALQHARLERLCVAFRDASGLHG
SLDLRAPALRSLRVTCFASESSHQPANGAYLQRAIQSCSGIEHLGLINPTQSPVLEALPIVCPNLKSLSIAQMPSWPILD
RLLRRLPKLEALDLGSLQLTYYDPPEFPRVLAEAARPLRALALPQLAP                                
>Cpar_8009Contig39766                                                           
MRKRSRLEISEAEPSASESSAAPDAPADADEGDERSPFDELPDNVLHTIFEFVGPRTFFADFARLALVCRRWREVSANWL
GPLYTVDLRRGRSFEGLLGFLRRRAAGTEKAHLSCFPCLLAPQIFDILGTLPNLRYLSIFDAPDFLTWVNAFPFNVGDLF
HLELRTPCLETLWLPAY                                                               
>Cpar_8042Contig39818                                                           
MVPGVGQGKPSAADHQEAADAPPANELEGGEWPGLDDLPDGILAQILELLGFYDAAKARGVSRTWRAIIDAVEWRAFDVV
LDVPADYDLDVRNPRPLVCVMKDDPRTELLEALTKMLFDRGGRLRAAQLAESTAAFIAALTSRGLRSLGMGGFRALTPYI
LTQPVLDPLECPPERAAPGRHRPDAEYPFRPYLGDDILCAILRPFTALESIRSPHIDIDGPAGALAATFPTLRRLQLGSR
DESFLPRLAALRLEELELVLADGTPAAASLRSLRAARPGRPREDAFPFTAFQLGALAGLQALETLDLTVL          
>Cpar_8123Contig39932                                                           
MEAAAADSSPFDALPDGVLSLVLETLGVQGAACARAVCQRWREAAEALVWSRVDLVAKSAERVAQLASLIMMATRPTTGS
GGPSSRSPLRASRCCAIASELLAALAPRDGMPAAAAKGIALHQPYATECLGPPRKLDSLLRPFPNLERLQLPCVLDTAAA
AAIARALPRLKHLHQCVRSYQSVEPLAALASLEVLAIEVSSDRDIVVGLDPAPLLEALASGPAGLSLRAKDFFLVRDEAE
PNASLAARLAALATVMEQRPLLQLDLRVAEALRVEEVDALATLARAAGSRLDLHLTSHLSPDAAIAAPADVAAALAGSPP
DRLSLSIFRGGGPALDDAAVLDSLRQLSVFAACFHKSIEVDIIMFLDVDNDGEFEGGAKDFAGAVLETIKSALPTATCSI
V*                                                                              
>Cpar_8185Contig40045                                                           
MSAAGGSAPRCFGGPLDLARKRAQQQQDAAEKRGAKEKRPRPPKRPRLPDPPASDDLLSNLPEELLLHILQYVLFDGEDE
DARVNGRALSSISLTCRRFHALAHSARFPLHLCLSPHPDVSAKWLRSLLRKQQLRKQASGAPALAIVSLHADLHRHPIKR
FGVAHLLEEAAHCPLERLRIVIPADTDGPLRELTIRTAARRLDLGIAGGRVGGLECPNLEELRLRFGVGYTTMDGTTLLG
WLASCKGTLRELRMESEWSLTFLSAACPNLTAIAYPGSLLRGPLVPPLPPNLDSLEFATLSTVPSSRVLPIPPGALRCLV
ELAAHLSDKGFPGVYTAIPHPEIFAALAAGAPCLRRLRLVGPGIVSIEALASFAALPLEALALEKADFGLPWSRAALTGL
LEAPAALLAARPRLRLRLNGTVLDANLAKYTA*                                               
>Cpar_8308Contig40333                                                           
MAHESRAKRARTAANGSERDAHIRIEQRGGIVLERNEAAASTVAAAIAAGRSPLDALPDELLALGRVLFLAARRGWIRPP
TCDETSLLDPKEDMPDVQPKQLVQLKAVCRRFRRVVDDGSLWGRVALREPNDAAVDPEALTKLPEQSRKALAAAFRDQLE
ELSITFSGADAAQLPVTGLASIQHMQRLRSLNVRSLSVLSLLPNLQQSAVASLQQRCSQLPQLAIAACARLGWIGFISHM
PRLQSLIASIGNSPEHAARAASVLASCRSLELQHLGIKMHDGGSMITGSFLKRLASDVPGLRLLEVNSALPVATDLVSVS
SLNGLV*                                                                         
>Cpar_8358Contig40431                                                           
MDPFEELPDDVLCGVLARLPPLDLLSSASLVNSRWRRAARSAALWSIIGLPLASQNLSLNKAILAMLETADDRALLSTVP
FYKDGSQKDGVERDMHLLKIFSRADSLYFGSKFAFDRMMISVGELAPRLRKWTAPHVCLRADVEPLPALGNLRELTIAFS
SPASMLAAVAATPLLERLVAAHQALLESAVPPAQQHDLS                                         
>Cpar_8798Contig41654                                                           
CAGTSLLDPGDDEPDVQPEELVKLKAVCRRFRRVIDDGSLWGRVALWEPNDVDAALDALTKLPEKARASIQRVVLNAANT
SITSTGLCKLAAALRDQIEEFSIFFTEANSDADHDRFPFVGIVPIITMQRLRSLCFGVCEHPSAFVSAFTTPSVRESICM
SFISFLPDLQSDSYSDMSQMLELDMPLPISVLEALDLASGPFASSLRGLAFRAVFNADEHPAAVFAAAAKFKSLERLALS
FFRTDSDDPDASLPAFLHPDALRPLGSLVHMQSFETKQDAIAFAVAGLPWPSLELAEKSSFEKHVKRAKCSLHTVPTDMS
LPASATHEAAHARGKFCDAGLNQLNVVTLPAMQRLPRM                                          
>Cpar_8926Contig42130                                                           
MSDTPVAGLRDPLECLPIDLFLLVVSSLSAEDLRRAAAVCSAWREICSEAVWRPLCMLSWAGKLPLKANCDAPPYAPDEP
LQIQPQGPASGSTPIAAAP*                                                            
>Cpar_9988Contig52907                                                           
MDRGLLDLPDELLVGILSHLSPEELCQARKISSRFARLGSEAWRRVWKHVRTEGQGPTPRFGASATACDRYVVVFGGSET



YTKFSSDAVAIGKHVYIFGGVWERTPTKAEEASAKHQRLQGSYGFYGRKEPKVDGRRDERLNDLYRLDVETGEWARVEAT
GKVPAPRNGHSMTAVGDLIFVIGGYVNCIHRNDVFVFDTRRCEWEQRSPTGSFLAPRHGHTAVAFGDQLLLFGTTDRDGW
RADLYLYSVPLDAWALVSHTRTAAA*                                                      
>Cpar_10094Contig52987                                                          
MERPGKRARGGGEHGDHTAALPPELLSTIFSHLGIRERFYVASVSKRWRVWADVSDSEARAALLRPEVDWPGRWALRIPE
LEGMDGGASAEAAAELIALTPLALSVAEAALVLRHPLSAAARALRLTVLFAASDALEAEGRVPLLAPVLDAAPPSVSSLR
VAAPGQPRLRAPRLGFLLGLRSPLRVPGLREISITCFSGHSAMIDAEDLLPPRGPLRVASLSCRSGEALGALANAGVGVR
HLSLRGGSDGADGAGLVVENCPLRPSALDWIVGAHAASLRALLIADCPLEGVTPPGLLASLSGLREGTRVRIVPRGWPLD
SLCEVLNAITASSRLLKDVDVRCEPEATGGALREAFSRYRVVRRWLLSTSSSQ*                          
>Cpar_10192Contig53072                                                          
MAPTILDLPLDVQQHVLRFLRPHELCPVRLVCRELAGRVLGRHGARVWTVCVNEALDRAYTASDDGTAVEWEEYDLEAEG
AAGPLRVLAGHTKAVGALLVAGGRLVSAGDDNAVRVWDRRSGEQLHALKAHYAYVRALAWDGAARLFSGSLDKTIIEWDL
ETGQKEWDLARGDVARTFEHDYYCRGLAAVGESLYSAGGNEILEARARPQASESRASWDLRTGARMRRWAGAGHDESRYA
GHGGPVYAVAVSGAFLVSASEDTSVRLWMRW*                                                
>Cpar_10502Contig53379                                                          
MADVSILPDELLRAVLSHLSLNGLESAAIRVSRSWNRLAAEEISKRNGVLELAAQVTPMLTVENHHQASVGKYTRHITCR
TKDGAFEWRYTPECFACIFYIIGELAYSCLLEDECCDTIVRHFEYLERAENGNPCDAAYARLVWQALWRDGAPAAQVDDA
AWLLSSRRRTYWARQRLRAPRDLLAPMWLGECRLMSTRGPSSHWLVHRQIAGLRILIEAALGRSSWDPDGRRPGAPVDFY
DMFHPHGNRFDRANAFSPYERVHSMASWDAIQRCKVCRRLPPIPERARRSHGDAEDEQAAP                   
>Cpar_10758Contig53682                                                          
VHERPTKYAQRSAERTLADAVASLLDGAPDTELTAEASGPRKRRRVAADPHAGEIAAEEDAEAAAAPTSIFDQLPDVILS
YIIEWVGLQDAAAARAVCRRWRNAVDEIRWRWLDIALCPERADELAGILLGAQGLSWSRLDQLDAARSEVTRWLVARCQA
SDARVGGRRIRVAPGASLSLQISPATEDGFSEAWRSTLLLLTAFSAAAGAASGAGDGGLGEVELDCSLTLWGDTGEDGDY
VSLGVNPCSRRLTFPNLESLSLDILCCFPGRPAAEALAAEALAQSLPRLKRLRVQYDREDGGTVLKAAGAFPALERLDAT
DLSNADIHGFCSLASLLEDLASGPAALSLKVVVNLSEGPNVAHLRAHPVSYVDSEVGEEDLAALGSLPALKSLERVVLLA
EEGLAARLNGLATAFERSSSLNFLELTCCACPFSTLMIKTMAPNTHDHDTKGRALAEELLPALKRLAVAARGRLALVLDV
DLAPGRPAKTAAALAAAPLRRLDLAVNVDASAIAELDGLSAFAACSLGDLGMTVRLTNVLEDSGGGGVWGAARAAVARAL
PTARVVPPDKDPGEGEVSPAPSQP                                                        
>Cpar_10863Contig53799                                                          
MSETIERKDSPASAHPAVARCSNRASADQLPSEILSHILERVGLQAAAIARAVCRRWREAAEAVLWRRLDVASQKPERVE
RLAGLLVVAPAGEGSGRRWIRVARGASLRLLRMSVLGPRFATRERNPWPAAVVLVAALRLSDEPLCEDLKLAHAADLEPL
LRPFPNLESLSLPLRCCADRPAAASLARRLPYLRRLEITLAGYEAADALSALPRLEYLAAFDEGYNDYSRDAAPLVEGLA
CGPAALSLKEYPSRPPTIDFAP*                                                         
>Cpar_10980Contig53961                                                          
MAKRPAAAPAPIDALPDELLLRILLLAARREWRSQPACGGISQLDPRENAPDARPELLQLYRGVCRRFRSVCGDPSAWER
VALRKPCPDDLEALLRAPKVRIDIFRISFVNSKSVRRPELMMGLSSASNPAAEALGRLRECFPGPLSELELWLDLTDPES
EARPRLGIPPLELAAFSELRSLSLRVSEGSFASFGSPFGFRFSMFPFLGSFPLLQTLDLSGLPITIEDLERMRGLAIAPT
LRALSFDLHIAPPLAVRKTPVLSIFASS*                                                   
>Cpar_11162Contig54222                                                          
MSGAGSSSRSGRAGKRRRAESAETAPALSSIAPGSVEAEATTAALPDELLALVFRLGQEHADWEWPPALAQVCSRWRAVA
EGVYGQACVEPVPTLAIVADVLRGRPRIAELAHPNEAVDFLRAAARQKAPDDLNALANFYWIRELGEMPAAVQEQLAYPC
EVAAAELERQLRGQPPLTALRLTAFSIRRDKCIFCAGAAFGTGLLARSLVRLSLYLPTFHPHEWKSFSLPWRFYKMLAEE
APLLEEVRLRGADGRIITQGARELSGHPNIRRLGVRLAGLNSRLCAELLARHPRLEWVYGLDVLSDTFTQGTFSIEVLEA
FAERGVTCRAYSVLETHDDCHMMELPVEAFAAVFRPASGPAAGPAALLLDLTVLRETGDAWPAGFLSGLQRCRLVRCSAA
GVVLLLASLEARSLESLELENLLRTGNDGAPPRCPAALGAAPAPHRGPQIRPRT*                         
>Cpar_11507Contig54779                                                          
MDDMCDIDDMDVGEGGSAGAQLLDLPDELLLHILRFASAKELRALSAVCRGTRELANSDYVWAHLLQRDFGLGGAAAACS
CPRRLYASINLALREADAAGRHARATIDFDPKALDYERTRSPFLRVAGLWADGGCDGGELHRYSPFHVFEASGDSYCSEA
SHNVHIAGEFDDDPAQRGLDDGSPELSFREFALTRMRHIFPIFDGAISAAISTDQILQISDGPERDEGSSAHVALLQRAD
RLTRAYRAFRHARRRPPAFTCPVRTGVIFLS                                                 
>Cpar_11545Contig54845                                                          
MDFLRCWFGPKKEIHELQEAPIARPAERRDRRAGVLIARLLHLYARTLVDDPHSWIRRALEDLELFGVDVDPSWASPVVC
QYDFEDLLSAPPAPREGRDPLSEKLWKEDLVRSPSRKRAGTSEEGTTESQESPPEALSDPATTTAPSSSSDSESAPPLAR
RPAPPAEEEKEATATGEEEVEGGVGAAGEGATLSDLPEALLAHVFSFLDPARFPQRLFTAALVCRRWMEVALGPEFRLEL
VRQLRFSVDRESWLRAGHVSGLLAALPRLERLELGLSKFVDPVLVVEHARLRVLKLQGDALYASLGDELPDI*       
>Cpar_11651Contig55050                                                          
MGDAEWSQLPEHPLCLVLDRLCLVDRFSLSAVCRRWREAVARLPPLTSATMAVVVSLAVEESGGGDDLQRMLQMQLQMAL
GRAPPAGQAAAPAAGKSPGRAEYERQLERDLRLVRQRLEPLVQLRQPQVHVVELLALRGAELLPAQAAALLRQPACARLE
RLRL                                                                            
>Cpar_11709Contig5515                                                           
RFNLQDADADGDPFAVAADAQAEVPVAGPAPAPSDDAEDEVAGLPDEILMHVFAFFQAAPVPDLFRMRRVCRWRILLTGE
PAAHLYAQLDFVACHRLSVESAVAAIRLAGPQLQLLALPPSGRRAWAEALAALAESCPNVRALRVENMEAAGDA      



>Cpar_12059Contig56108                                                          
MAAGGSPFDALPDELVSRIIGEASEWSYFEIGLIKECSGSHRCSDQILDELVRLSHISRRFRSLAQQPGLWQRIQSQLSS
DRFIDALLDQPRKRREALRSLVLANGDPSGDSFIKLSKCFGGQLTQLGMLFEQHFSRLEQLFIREVSKVWPKENISVVAV
GFASIAGVGISQ                                                                    
>Cpar_12325Contig57089                                                          
DKRELIISVSLVCHAWRELAAEPCLWRELQLTKYGERVTDGLLQRVADHCPELTALAAVGPTLRRLDLT           
>Cpar_12794Contig6757                                                           
MPSSSVAAFMATGGSPLDALPDALLCRIIFEAVRRDWGWFPPCSRISLLESNLTTADDFSDVQPDELVKLRAVCRRFRRI
IDDGSLWGRLALWEPNDAAATALAALPQKARAAVRRMVVSGGSITFSGFLQLAATFRDQLEDFSLSLCGEDAAQLPYAAI
AAVQHMQRLRSLFVSFDVARVSPAALDSAPEIASSLTLPLYLTLSLRASAAKFTSLEKLGISFRDQISSQLISYPDISDE
QSLRPLCNLTQMRTSSLVETDVQPIFSCTTLRALSFDFRPPSADHGPAAAVASALASFPHFEILNLVLPSFVFEALGNVP
LAPWSRLERLVVGVHMGPFAFIPPSFLQRLASDVPSLRELAVNSRLPVAACQPNGAFGIAAVSALNRLSYLLVSSGAAEH
MSGAERQLLVASLMDVRVEFGDAEGADEGVG*                                                
>Cpar_13064Contig6976                                                           
MHIAALLKSASALDAFYDRRVDLTECWPEYYDEGRANAVMRPVIYVPPLMESDDERTAASEEDEEDGVRASPMSSDAEEQ
QEEGAAAGEGMDVDAEGGVPASALSGPYASLVGMPDELVLESLQSFDSAELSRFGAVCRRFRRLAKAAAARDYTAILPDE
VMVRIFSQTGLTTFELGPLRLVSRRFNSLIVKDGTAVMGMTAARVAAAAGEYFRLYREPVMLGDRVDAAAALAFLHRELF
ARRVWQSAEHAAQGRAWSSFAAHVAALAKARVLAHVSADVAAGRRSAAEAEDEAGKAAGREELVLQRTPGMAASVEATWA
RVAAGREQVAWADVSRAAYRLFAPLPVSDRDLDNARAIQERLANPALLPRNAAPVNLGEPINKEAFVKTWPFFFARGTLA
RTQNLWREAAEAGAAGAGAPEEEHPAPAALRHAFVSRHDAEQELVRSGRAGTYMLRLSSILWPDPDTGALAVSVLSRDPS
APPHELLPPRDYDTGEAVVRHLAEIPQVFREALHVQQEMASYIRFDHQYIIPDYRRRPHAASTSDFASAAAAAAQEEVHV
KPSRLVGSAASAPASSAVLPGIERLSLSEAAAAAHGQASLIGQMERPAKAQAPAPAEASYFRGRSPRH*           
>Cpar_13163Contig7058                                                           
MNKRKRDDDGDDAESAASTGELDLDDIARDIEESLDQQQNSAEPAIDAGEEQLDVIDNVKATLDTLPTEIAFKILTCLDY
RELVALSGTCRALRSLATTDALWTGVYRRRWPDESFSEAQEQHRKASMTWRRLFSDRYAAETADFRREAAEQGLSPRTAR
CFREMDEMRRASAGSPEGSPGSDPDEEEAEWRRAHPKQDPRVAAGHACSGAKCRVRCLAPPPALVPLYVCEGTGRVHRCG
RLCDSKTVSEDASSFVCTISGSLLDDYYSDGEDFGGPEVEGGREATADEAANDWSGFLRKASARTFSGTAATRRRSWIRE
GEADALARPAITT*                                                                  
>Cpar_13238Contig7120                                                           
MEVEPAQPAEQAPLGGADFDGEADESLCSLWHGLPLGLQAAVLEHLPLKALLDARLVCKEWRCAVDYVLPAALRRFWARH
RALAPRVREALSPFEETISPTWENILEWKVPTKFFNLIEEGRPRHKVPFTLPSDWTGQKIIVCQPAHLRAIVYSHRVQKL
GVWQMRPQKDESMAFVLEGTVPVPPIICLGFTPSGRHLIGRCARQLLVWDAARILEPPRSLPLPLILRKGDGDNRCESRN
HVYLPVEFSEFLAGHGIPCAPLRSPFGGTGSEAVAPPPPPPPAPGSRTDDSARPAPPSPPSSPEPSSRTASEGCSVEVPV
PQGIADKIPGFERVADWVTRDPLSPGNLLLSDRYAVLFVPAQRFVAAPAQLYDAEPGTAFLPVEPPPPDIAPALLRADPP
PPPPEALERRRYLRERELQEYRARRAEAHFGFDGFPHCCMYSHPPRRARDRDFEREHMEWEEHEQEFESEREQERDWDRE
RTTRSRLRSASARQAAAPASDSSAEKRDEVVVEDPMPLCPEEGAAEPLPEQAAAAAAPAAPAAASSSAPPPTAARRDLMD
VDICGRMPRRGRRCDRCFEPLGAERAMGRRCCPHQVFCEPCAEQLELQGPRCGMRCFYASRDALEAAEARDRAEL     
>Cpar_13445Contig7302                                                           
MSPCTRAKRARDGTEAAGDLIAPESRSPSLFAMLPDAVVTRVLSLLPVFEALRLRPVCKQWQRAIDGALWEHLQLDASAK
EPGRLQLEELGRRIQSGRLQLAARPSVKLRLRVPFESDRMLKAREDGIDHRDVENMYQESGAYKLLGASATFLALHVIVD
VGCFEGEPIPGSVFSGLVLGDSPGAPSAAAAAVDAAPAPAPALTDLTLDIDDGKKHISNYDYDRDEWRPSPAEILPLLSP
FRLLRSLALFPSTLEPCIVTGPAVAAIVQCCPLLRSVLFRPRDGATVAALAPLAFLEEVTLAADMYDANHQTHCDLDIRG
GPAALAAGLAGRSIRSFSTERAALVSGADLRGFGAMPLVESLSHLKIDESKAPIAREDVAALIARGTGARRLRRLGAVVH
SFAEEGDDGFGDGFLLGLAEAVAASPDPSSPKLHLEVRGRSNLVAEKVARILSQTSQALFSLRLELARPFTEVEARALLR
CGGLAHLLLDLAVDAFEDILPLQGLRGLAGRSRILVVAVPEALAGLKDVAEGALKGWLPSWTVSTLADPN*         
>Cpar_13484Contig7342                                                           
MAKASAAKRARVDPPLTPTTTRRKRMHSEPGERAPPSKAASGASPASPSEDSPASSGHDPAGPSPLERLPSELLSHILSF
LSVGEALRARATCRAFRDCLEATVFLDPALSLRGDVRLRVSGPFKSLRAQPAALLRALAEGPLRRLREAEVRFSLADGAK
LARHVSDVLGAVRPAGAALEALLVASDADAQHGSLAACDPQQLHASLAPLANLRHLHLPPSFVVEPPHAAAVAAACPLLR
RLALRPCGVHSPNGVVPALAALASLAHLEELELFGRDNPHGIDDVARGPAGQSLRVIRLSEPNANVVFGAASFLAMAAMP
RLEAVEGWIE                                                                      
>Cpar_13606Contig7446                                                           
MAGGGSPLDALPDELLGRVLLLAARRGWIVPTICGGTFLLDPKEDEPDVQPKQLVQLKAVCRRFRRIVDDGGLWGRVALR
QPNDAAVEALTTLPEQSRKAVRRIVIQGGSTDISVLGLCKLAAAFRDQLDELSIIFGGADAAQLPFAGLASIQHMQRLRS
LNVRSLSVLSLLPNLQMLDLSIPLPLSVLEALARPPLVSSLRALLFRAAISGDERPAAVFAAAAKFTSLEKLKLISQRLS
GNEPSIIMHMADDLQSLCALTQMQLIIGNTLGWIGFISHMPQLQSLRAGIIISGSSGIDMAPLFAAPALKATLLGFFLQS
PEHAATAASALASCRSLEDASFVLPLVVYEALAGSSLRSWAQMQRLSIELYGDGSTIPGSFLKRLASDVPSLRRLEVNSA
LPVTTDLVSISSLNYLAQLQVSNKVAVKMSKVERQLLTSSLLDVRVVFTGINHPSQTR*                     
>Cpar_13910Contig7733                                                           
MDDPAGPAGLASPSPAADAVPAVAAASSSRVNHFARLPDELLQRIFSELEATEAYEKCRLLAVDRRFRRVVPGVHWQQLR
LEPLSLERGGSPACLNEFRERLDRATARVRSGKLAGCRRLVAGPACCECADKRERVEASFDAARALTALAALSAAPAPLE
ELEDRTIFSAFVASATPGCFPLLRELRFKACIFAAGSAQSRLVEIWPGLKRIACTVQDGDALRELAKLPLEELRVHVDWM



DGLEEALEALDADCVRELHLPGRLAVGPRLLASLLRLRNLEELTASVDRTSGDALAGLGALQKLRSLTLHLNLFDAPSGG
EGVLRAAAAGLSYAPRLGSLSLKIDCDSVSATDPGCLASLLRAARPCLRELEVHDVPVAAEFMREVARAGPKLKYVFLFH
DFAGGEAGARELSAFKELLLTAYPDVDVGRPEDFRVNVDLDVPDASLEAALALFRGWLRLAVGRGPAAGGGPPVHVEING
VGVALS*                                                                         
>Cpar_13923Contig7745                                                           
MAAGGSPFDALPDELVTRIIGEASTSELECEHIAIETAVESNARELEMSRSSRPRSAEGSLSRTFQNLGQLGQLSRISRR
FRRLAQQPSLWERVLIDQPSDKSVSWLLQQPEKQREALRSLFLRGGTLSGSGFKQLCKAVEVSNFGNLQTLSIASESDAW
LKRNISTDTIANTVKITGPLVQNALRNTMWLPLENLVMKKRVI*                                    
>Cpar_13937Contig7758                                                           
MAVQLSSALRSGAGYNFQVCLVRETSTDSVPFAVHLNGSGERWYGTLKDAYKAAGFKFNWGAKRWSQRFATEAAARVAYD
DALAKLPGAPTVSSTSTPADAVSDGADLAPVASAALDALNRGTGVGGVVAIPSLWRVVGRDATRRALAAQKQREAGKKSR
AAPAPSDAGPSSAGSPSKRPKPDPGSSAAPGAGATPEGPAAEEAAAAASSSSGRRRAREAEAEGPSPLDALPDELLLSIL
ALAARRRTVPPALEHQLTSASYHAPRSSPHAWETSAPALARLSALSRRFRRLAADPSLYPLLVVPPRWRRPLVLPPDGTA
AWLASRTPAVRGAVRSLALLGSRLDEGGLSFEAGNRSGKGLPLASLGELPAPRRGLYLAFKSTAIVRLKRSRDPWPFAGR
PYRAGLAALLAALAPGIELLRLLF                                                        
>Cpar_14089Contig7905                                                           
MQRTQKRQRRDSAKKGATDSRAALEVPSELELPDELVASIIALLPAPERLSASLVNRQFSRAVHSNAVWRELTLECGVVI
IEFRLAVGPVDVEDADDGSEEGPRDAQQQSAGAPIRPPTASAAVSFLRRPQLQRVEVLDLRIRLARREFEGSLARDLFEA
IPASTRRVGLRFGSGGDAAAVLCEAAGRVGGDLLPRLASLALRPVTPAAFEALLSAALSAVAAASLRVDRLIFEG     
>Cpar_14100Contig7916                                                           
MAAPSLSELPCELISLCLSFLDARERFLCSGVCRAFRKASRLAPHSASLELTVNVDVLSGDAIARLPATKVLMDPICSQL
KRFRLTAVFEGRPSSHVGAVVDALPQTLESPSSHVGSVIDALPPTLESLRITTRRFDGLDDADAFLAQLQLHSKPFAARL
RELRLESAVGHHSRLARIGDVLQMLRLPSLELLDADLCNVDAERLLRLLPSLRRIAGVSQGDDPARGAGDLAALAARGLR
CHSLHLECLVLGPAAALALALIDPRGFPAGFGAGGSSRDASALHLTDATLPDALPSPDCLAGVE                
>Cpar_14116Contig7930                                                           
MAREPAAKRARTACGASSPPEKRARTAGGSKSAAAAGRPALESLPDDVLVRIFKMSARSALSAKFRTDLDGELQLDVMIK
PRLLARLARVSRRFRQLAKDPGVWERVILDYPSDSTAEGLAELPAKTRAGIRSIALRGSKLADDGFHSLFRAVGSQLQEL
YVSFNQDVGFPFSALPLLQHFSRLRTLELFAKDEQLRGSAHKFGSPVVQTSLALAGSLSLQKLNLMEFPVSTSALQAIAA
GPSKGERLSLSSLAPPHLDSISAGTLTSLKTGVLLGDGESPAAALAAVGSLTLLSTLHLEFFKPHFVISDICIAEDALKP
LSALTRLRLHTPNFVESLEFMRPLAALGDNLEWRASVLRLDVRGSVPNLDSSAVDIVPRLVRLEKLAFVCADAVLEQSEL
AHKSLAGLKLLRDVAFECAARSPRKTAFPRLASDVPSLERLRIGDFSLPFPAALAALSSLRRLPQLGLSQAAASSLDAEA
RRFLRSALPLTEITYNGKPDDLNGSA*                                                     
>Cpar_14305Contig8123                                                           
MERPEKRKRFSIRELEDRCSEAEGAEAGFERLSDELLAHVFSFIPLNVAWRLRSVCKAWREIIQVSIFPNLDMSTKNAAH
LSELAALFSKSSVQLKLENVSLALQTDGLSDDESFDLWGSALEVLSALTSKHARRGPKVVDLSYSTLPIDDRLDNADPAH
SLVLAVLVALRPLRKKGPDASAPLQKLHLKLSVPDFEQMDISSSTFRAFLAPFSNLTSMELTDWLPIGRAQAAVLAECCP
RLACLTMTPASANAVARLAPLPLERLTICDYTDDLRGSLTALSAGRAGETLKYISTDKIPFPRVNREDLRAMARFPELLC
LQRVGVSEDVSREDVAALGAAPKLSTL                                                     
>Cpar_14383Contig8211                                                           
MTRVRFAAQKQKVKFRGGGTPSKDAKHARSPTSGAGDGASRQPAQSAIRLWQPGEGESAVDALPDSVLQRVFLLAARRTW
PAQQPCSSLLLPEEGAEADQRDVQPQLLVRLGHVSRRWRRLALADALWSSVAFGEGTASAVAAGAADLPVASRAVRSVHI
KSYAGGLDGLQRMHAAFHERLESLDLFFDPPAPLDALAGFQHFTALRSLYLGTDEEDPAERHAQFSSPPAALSALSRLSA
LRALELAAFPLYPSFLAALQPLAPSLTALDVPLYHDSGEYLSRIASPLCSFTRLQRLRVVFHNDHTHCVVPPGPSSEFLP
LASALPDLRLSLGVALDSFELVPALPRIEVLSLCSGRGEDFSPLAAAATLRSFSLRQVDVLTPSAAFQAAADALPLLPNL
EARARPPQASRNPAVELQLASSALRLLASRPFPLPRLREATVSCLPREEPVPGPFLRRLSEAAPGLRALTLESAPPLLED
LHALSLLNDAGLRVLSVGYEAGEGLRKAGRRVLRAALPDVEVAFEEAALVDVL*                          
>Cpar_14402Contig8234                                                           
MASDLQSNSAMAEDLDISSLPDVLIKIFALIAADRATDLLAVTRVSRRIRALARSPSLWESVVFHRDEPSKAYLALCASV
GAHFRRFYLAGTSAPPAPRPHPPLADALDGLVAAGGGAGMRTAQAAILAAPEDSTRAAWRFVQSSSLMHLTLPNLVHLNA
TNPSTPRGGDDAFDPHVIDALPAYMPRLEQLDLSRTVCAQADIERVLAGSGVPALRDLFLPCDIDLDV*           
>Cpar_14581Contig8420                                                           
MAGIDDLPGELLASILRRLHDARELISLSRVSRRWRDAVLQVCGTLDGPGELCLRVQGRRDPAVIGARPAVTGALKHLGG
LSSLVVEFAGFDAKALALALGDSLHTLELNGCPAACFAKLADQPGALASAALRNASSLRRLVLRRVDALPSAEVVATLGS
ASSLTHVDLSYNSDLRDDVFSALAAHCPSLSSLRGCWRLRGRGIAELAAGCPRLARLDLGLEYVRVTDALEAIARSLGGV
LEEFRMGGW                                                                       
>Cpar_14600Contig8444                                                           
MSIDDLPTELLAQILARLSLRDRCQIELVSRWRQAVLAVGLDQFSLALAKVLQLQSCQLDATEIAELVALAPGATEASAR
AARARVDVSGTAVDDEALSAIAAAARGRLRSLAAVHCTAARSPLEALLRAPLAALESLDLCGSGGSDPPPDLPRLPSLRV
LRLLSSSMRVPPSGLNALPLLEELGLGGSRFRLPGGALPPLPPSLRFLNLPSCGLKTLPDDLPKLLPRLESLCVPDNPIR
SLPASLAAPLRVLQLYGNKLRELPEELGDLPALATLNAPDNALESIPRRLPASLRHLLMEGNRVPSVPTSIAGLPHLTVC
TPTPEKLAPPLAEPD*                                                                
>Cpar_14769Contig8637                                                           



MAAGGSPLDALPDELLGRVLFEAARRGWTERPACANVSLLDPDDDEPDVQPSELVKLKAVCRRFRRIVDDGSLWGRVALW
RPDDAALDALTKLPEKARAAVRRFCLWSGNASCSPAGFRRFVSAFREHGQLEELVVHFSIEQGASVEASVLLLSLYIGVA
GELEDVDWSLSTPHFTSPDFTEPFSMIQFLSKLEVLDLSIPLPVSVLEGLAPLSATLRALSFSAAVDGESSSPAAAISAA
AKFTLLERLRLSFRSAADGRRFFLEANEADLRPLCALTQLRGVQRILSLFRFVLYLTARAVRICADLCPLCWMGWLGFLE
SMPLLEHVAVNCNLLILPGRSDVDAKYLSSLKWLRSLQFSYFSVHVDSTLRTMSVIAGLSTVEVADIMLFPEAFGTLGSM
PLAWHNLLKLFITTRDRETGESNLPIPGAFLKRLASDVPSLRFLEVGCPLPLSTDLAAVSSLDFLSSLGVAKDAAEKLSR
AQRENLRSVLLDTRVVFEDEGAGGAPQA*                                                   
>Cpar_14857Contig8729                                                           
MAMERRELLTHVLALLSVNERCRASAACRRWRRAAFDEPLSAQLDLFIPIVHRSAASWRA*                   
>Cpar_14953Contig8855                                                           
MASRDRPAVVPAPSFVGRIEDEISGLSDLLNVGKLQTVLVDILNRLGAHAILASLQETCAAKAPADEFEMMKSLLRELDL
LSHGNERRIGALERDIASRPTGEAFQQHAEAIRRIEAELAERPSKEQSAAMAAAMQRAAADIARLQKELDDLKKGKADKV
VVDDLIQCALRHKANEELSHLQKSLADKASRAEHLNITAKMEALTGRFEDLARQLVGEVRRAEARAAAAEAGLGDLAKQI
EGRASRGELDQHAENLAKLNWMLAGLQEAGLQSAAPTPALQRKTSHEKLPGRNPDRAYGQVVEDVKRLLAFAEAAERRLG
ALDSGHEQLRARKAEAAEAAATAKVVAQHEEDLTALRPLLALRPSLPEVAATVPEHGRAIEELARTKASLADLAEKLGRG
DQERLREEARRAYEEAYGRLRDELAARFRRLELDGEEMGRLHEAIERLLGRLQEKADRDEILRLKRMMAPLFDANGNFSA
AAYKCIACDSATPVLGVKGLMRVAADAPGLPPKAPSSSAFPSPAPVSARPPLPCRLPSEEASNQKQTLHNHVPNFGNCTL
SHGALALPSDVLQLVFERLPMRAKLVAARVCRQWRRLVFERLPMRAKLVAARVCRQWRAALSAPGSWRKVIVQRVDEEQA
PARVVALGPVFRGLR                                                                 
>Cpar_15548Contig9578                                                           
MAAGGSPFDALPDELVTRIIGEASEWSYIEIGSITDYSGSRRCTDQDLCELVRLSHVSRRFRSLAQQPSLWRRMYVDPAS
DKVVEALLNQPKKRREALRSLFLQAEGAGSGILSDDSFINLSKCFCEQLTQLSMSFDDSIPPALFLEGASEDWLKKTIGV
VSGPIVQGGLQALASLPLQALELSFAMTLETLQAIVPLAPTLKRLKCGVIVSEALLPVFFSSIAAFQQLEQLIIVYKEDG
SELWPRASEADLQPLSGLSSLRYAVYVDHMHAGFLSGMRQLDNVCLNMRGPVDISVLLPHAGSLRRAIFNYTTADQAVST
SFTAVASKLAALEELILTLPSRIYSALAHDQLSLKQWTSLKSVNLACTEANSAIPGAFLKRLASEVPSLQTLTVRSPLPV
KTADGLVAVGSLNRLRRLVLEGEAPSAADADTRSALRGALLHISYE*                                 
>Cpar_16207Contig10506                                                          
MPASGGEAPAPDLTAAARSSPFDRLPEALLSHILEVNGLQAAAAARAVCKRWRAAAEAVLWNRVDVSASSEAKLNRLERL
LVKADGEGGRWIRVAPGASLRVQFKGASMGDQHYQGLVWSLYPSGCFQVAASLVAAFTSASGGLGDVVIRGLELGVPDFG
GLLGALVPPGSSACPALRSFSHETSTPGSVAVFVAVVLPQLEPVLRPFPNLESLSLTCWVVDGPSADVIAQCLPRLKRVD
IGYVHSGIAGNLAALPSLEVLRVNRTLRNQPQDTTLLLEGLASGPAARSLKLYVCDGPLSRADLRALPRLTALERFAARF
TLDSSVGEDELAALGSSLDKIFLSPMDVAASASLAARLAGLAAALERSPSLADLVLALPKDAAARLPPEPALAAFERLAR
AARGRLSLRMTVDPASPHLAGAAAALVAAPLRRLSFSTVVSEAALEGGLLDRFSAFAGCAQDLQVNFGLAREFRSKPQES
THRDTERVTASLRGALGIPASFMGIMPSAVARYSEVLGG*                                        
>Cpar_16208Contig10506                                                          
MPASEGETLALDLAATAQSSPFDQLPDALLSQIFESIGLQAAAAARAVCKRWRAAAEAVLWSRVVVSASSVEGAKCLERL
LIEADGENRGANSSGRWIHVSRGASLCLEMREPEGSDVKKMASWNQIACSLVEAFVMASGALDDVRVVFHRFFVSGGADE
LESFYFSEVLGALVPRGSSVCPALRSLSLRYINAASSAHAGFGKLPHLEPLLRPFPNLENLSIPAYWCVDGQAAGAIARC
LPRLKRVEAGYLSVEAAGKLAALRSLEVLHVGETNSDVPERLAIESLLEGLASGPAALERLTALYFQLDPDVGEDDLAAL
GSCPALRSLGPLFKLVGPENDAGSASLAARLAGLAAALERSPSLAYLALNFKLSHSTAIQVFYGLATALERSPSLPGLEL
SGEADLNGLPPPLALEAFAALARAARGRVLSLRMGVDPASPHLAEAAAALKLAAAPPRDLFFWTVVGEAALEGGLLDRLS
AFAGCARDLRVDFFLAREYRSKPQESVARDAERAKASLAQALGISPSRVSYSGIYFESVAQ*                  
>Cpar_16276Contig10596                                                          
MQHSSWLLDLPEGILEKILQLVGLTGAWTARRTCRRLRDAVEGGVAWRGELRSVGTADDPAALERLAALVRDGRVRSDAV
SITLKRARRQAMRDEVLQLFGAAAGVVEACAAAAAPAAGGAESFEAALTVDDNLLTVDTLREALGGAPPGLHRLTGLHLP
PELHTRDDAAREIAARCPRLRRLSFGVDLVGQWGKRNADLVLRQLSALPLEDLAIRCPGSSTKGSYLKSLVGTPAGTSLR
SLELGEKIRLDRYNPEGTAALFSFPRLERVASKLFVSCVYPLKRHRSCGVAWSSKGP*                      
>Cpar_16302Contig10635                                                          
MSTRAAKRARETIAGIADVTHAPLVKRRARVAASAPAAIVESTAGIASLEDAILELIFDNLDTLSRLQAAAVCKSWRGIL
GSKSDFFKELQWPGTDARLAVLLQNPRRDLLALIALERLETACLMTVATLELLQRFRNLRELDVGIDLSFVPASNHRVRA
RIDHQALVAEDAGAALLRIVPQLRSLALRVPGGGLEEERHAARFYDLLTAGTSMASIDSLS                   
>Cpar_16356Contig10716                                                          
MAEQPPDPAPHWSERPESLSPLEALPDAVLQNIVELIGLRDAYGVCSLRDVSRRVREVVEGAEWPELALRADPEEEDVRW
DRRPRQSLHIFEVSKLLWRISRSGGVRLGTLVVDIPSCGHSDLSYSYELNFWLRSGYRPSYRWIDNDSDRPAMILAACLS
KLRGLRSVHIRHCAPLERGPTYDERRADPRDRREYVLALLKALAPCRETLEELAIDDDEWKPLLAALRPFQSLRLLDLSG
YCFSAQPILEEPEVGFLAKLARALPRLRSLGLRAGSGGRINGVDGYAAAMSLLLAPNFPLLRRSRSG             
>Cpar_16429Contig10833                                                          
MEELDHERSFVMTALYERLREYAHRSGERTLEDAVASLLDAAAGTAPAASCSEGSATAAGAVSAAGPGAGKRRRTDPPQS
ASSQQETETAAAGEPEAEPALIDQLPDDILSVIFERLSLQAAAAARAVCRRWRDVVDAIVWRRLNVKLCLERVDELAGLL
LGAQGLDWSQLDDAAREEVVWWLAGRGQAGDTRVGGQRIRVAPGASLRLQLEVTAATDEDDSEVWQSTLFLLTAFSAAAG
AASGGGGGLGEVDVDCSLALRGLESCDPDSDYSIRLGVDPESEFCSLPLVLPNLETLSLFIRCSSSGRPAAEALARCLPN
LKRLEFFADVRKEKALAIGEAAAAFSSLEYILAYPPLDQHFENTAPLLEGLASGPAALSLKLELFCPDPQFSPLKISARD



LRALTRFPALLRLSSECLAPCSGMGEADLAALGSFPALKSVGLLALSEEEALITHLNGLTAALERPSSLTDLKLLTLVVD
LYKIDTLKAAVAALDGLSAFAGCSAGSIEVRLEYYGDREGVWGAVREAVARALPTARLVD*                   
>Cpar_16616Contig11095                                                          
MSAGLLDLPTELLVQILAELRDLRDINAACETCRALYDAGSSNALWRGMVEAFMSEQRSSSDMRRDLPALFHASLKLPSF
WRSLVNLCANATVDQARNNALLLFFTGTGLGDSADAEFDPVRQTRATRWRACC*                          
>Cpar_16884Contig11496                                                          
MQNASEALPDAVLALVLEAVGLEDAFKTRAVSRRFRRLVDGIEWGRIALKVTKSRQVEALERLIRAAGVRLAPRAELHVD
IRCPAGRKIKAARDAVPGLVAACAESLAASSSSSGSGLRRLRVGTASWDTTEYFDPESIPRLFRGVAAAAAPCAASLEEL
ALDAAASGPAFVVTSRALTEFFAHFPSLPRLQRLSLPSALPLDRDTATALAGRAPNLKSLSAAADVSAGAESIGGALGYL
AQLEEL                                                                          
>Cpar_17198Contig12059                                                          
MQMVDESCPICISALRRHQPSANIACVSPIDALPDELLHPILILAARRDWQSEPACAGISQLDPCENPPDACPELLQRYR
AVCRRFRSLCEHPSTWERVALRKPYEDELKALLRAPEAARRSARRVQAYSNALWDNVELERLRECFPGPVSELEVWYGHK
SFPRVPRIFPIVLFSELRSLSLRASETTLARLIDEYADSFYGFNLWPSLEPGYLTLLHTLDLSGLPVTISSLEHMRGLAP
TLRSLSIDLYTPRERVSAM                                                             
>Cpar_17397Contig12410                                                          
MERPAKRARTSGDEKDGVSPIGALPDAVLCRVFEQLDIDDVWRLRGVCGRWRAAIRAHRWPRVSLPLARGPELLRGAAAL
VRDGRLRVRGGADVDLFLQPWNGADDDRWDLTDEERERFRAPEDPDDPYRSGYLDEMSAMTTVVSEHVAGTFAAAASLLA
EVHASACRDGPAGRLGDVFVSVKLAGECYGTFPISNYARDVAASLLLAVLGAVQPLELAAGKPASGGAATIAIHLSLPPE
LDADRDDAPVLPPRPYTPSAPDLRALLEPLGGALRSLNLASLDSPAYAIDERAAKTIAEYLAPSLRSADLPLSSPAAVAA
MGAISGLEDLNLFEAGEKALEGLEELAASPAGRSLRRLILKPTWRRRGVPEAAGVEILEAFAGRLASLDLACPRRALARR
EVAALVAARPRLTKATVACSLMGALPNLLLLKASVISAFMI*                                      
>Cpar_17473Contig12545                                                          
MDSAAELPDELLQLAVALLPPREILCSVALVSRRFRAIAERAFASDLRELDVRCARVEDAWLARTVARAAGAERLSVRFS
SIVVTSQECWDALFDPDSTRSSTPLHVYIEARRPLVERMSWESL*                                   
>Cpar_17489Contig12586                                                          
MLRPSKRARGSEEPATVEEPAAPAAAAHAVEEPTSIAHLPVELLARVLSFLPFENAWPLRRVSKLWRSALERAEFEIVRL
SGLTYTQRSNSIWYLNAFSRAARSSGIARCVPTAYIDMEPSFPCMEDWVNEDEPEDPDTVGGNDAARARMGLFQLFGAVC
RVLAAITPSAEIVAGSSAERRLSRPSAPQPRRRSVEVVLDLSFTPYAYLDEYFKPADNLARSLVLGVLAALRPVRTASSP
AASDPERQPVAPSVLEELTVEVKWIEFAAWRPWTPDAGDLRTFLAPFSNLRALELANSCTITGPAAAAIAECCPRLTKLE
MWPGAAEAVGALAALPLEHVIIRTSRQTPFAGGIAQLAAGPASRTLQIIQLFHQDEHKTAGAGELSSDDLRALPRFVNLE
RLLDVL                                                                          
>Cpar_17555Contig12723                                                          
MGARASSIYRYASSSGPQNAYALPPTQTPPALLELPVEIWEVIMSFLSFDDFVALAAVSSSFRFIVLREPDAAPRDGEPQ
LPSAAPPIGARLPPASQGELEGRARRVYERVRAARLRIDGGSFSERPLDADSEFDRNKPTRVRQSVDAFAVSRGGRFVAM
RVQETAGRHRPGPQYALLVDFAEEPAAVHRREVKLTRGADLLALGVPGTAVGGSIHGAFERGALAEDASALCAVRSDFEG
LAWFELRPLLTGEPGDEEPPSPSGPTSSASLPLDTAVPHRRVLAGTADGAVLLVDLDHDKPLLLRLSLSLNAAMRRFERF
PRPHELAASRDHGTVAALIAVDALNPARPS                                                  
>Cpar_17578Contig12778                                                          
MDAECMDALPDDILAEFFSHISFVEQASASRVCKRWRALLQSPAHRGVVVKRIDLEHHMHPGLEHVALAVVPSASGLREL
ALSVEFDCGAVLDLAAKYCPLLETIAVAGRTVKGAPAPAQSAV*                                    
>Cpar_18181Contig14198                                                          
MLQLPDQLISARVLPHLEALALLALSQTCRRLRRIVDDSEPWEDHNIPVLNLYLSVTPETSQKHLKFVACTVFLQQRLRK
SAASGDLAQAARALEGVAQGFLEQITDIVAEVHTAQVAAVPPPLSPGLCLDNGWCGFGDCFSHGRDTSESPLALARCGEA
LAQHLSDGITALNSLGMLFRTMWGGQGKPASNSSHATYALEEFF                                    
>Cpar_18365Contig14671                                                          
MSFGQLPDGVLSHVLECLGLQGAAVARRVCRRWRDAAEAVVWRRLDALALRSEHADALACLLLQLEVEGLEYSPWDRPSK
PHRRSPWEAVLALVTACVAASGAGGLGAIDVGFGSGVDACVFDLLRHLVPPASAACPALRSLALRGGLHDSECDGFPADF
EELLRPFPNLENLALPVCSVSDRPAVESIARCLPRLKR                                          
>Cpar_18451Contig14962                                                          
MDRTKDTAKRASDAAGETAKRASDVAGEAHGRAEGFAARWLHGFGGAGESNKFPTASEGAIRKAFMKASDENMTPPARRL
SMHERPEELYEASKAFEFLAETAQMDQHAAEQPLPRPILVGVLRRLAPVDLIRCGGVSKEWRAVCLSSDLWRSISAADAG
GVAAAVSIARSIREPEAVETLDLQLDERDDFAGAGASDDGGEAPGPDRKLHGELQELVRLCPNASRLLVSERIAMEAAAF
GVLLAGLGGLRALTVRVDSEDADLDDVADAIAVAPALEELALDAPLEAGFLARALRSGAGRVQSLEVDANARGRRAAAEA
ARLCPGARRLRVWCDAYAAEDWPSTADPQEGARLIDLAALAQAP                                    
>Cpar_19723Contig20495                                                          
MAAGGSPFDALPDELVARIIAKASETSYTEIGSIKAYSGSSRSTDQDLCELVQLSHVSRRFRSLALQPSLWERIFIRPAS
DKVVDALLNHDQPKARREALRSLCLEDGDLSDSHFSKLSKMFGMQLTELRIAFKSVVSPGILPTIQHFSRLEQVYIARIS
SDCIPLEDNLELALEFSMSMTLETLQALAPLAPTLKRLRCGIFATGALLPIFSSIAAFQKLEQLKIGGSLISNRY*    
>Cpar_20046Contig25532                                                          
MGRPLSESSASSILSSSSWGRAPRSGSLNATEVGRRPARIALKSDKKLLSLPEDLLALILSFCGATSLCALSSTCSTLRR
LAEASALWRSRFQKDFGAELFAAAHEGIGEAGDWRRAYRERHEREGRELLERSFVYEDPKKVARERRSALRMLRFALIID



GRHLQMP*                                                                        
>Cpar_20440Contig25905                                                          
MEPAAKRSRLAPAENAGSDAKRVEASIGDLSDELLAHIFSYLYMEDAWRFRRVCKAWRKIIQVSVFRKLSIGFDVPSHLS
DLATLLRSSSVQLNDVDLSPTTRGLSQADAFALWGNALGVLSAIASQHAGRGPKNVSLSYFLSLVDVNVGASVVSLESVA
SAAESLFLAPLAALRPPRKNGSDAPAALEQLFLTVAFHAPEDIEQRLLKGIADTTLRSALAPFSNLWRLELTGWLVLGGA
QAAVLAECCPRLAKLTMTASEAAAVASLAPLPLEELELYGYPFDIDIGGSLTLERLSGNEINGGDLRAVARFPELRIFEH
FLVNDDVAREDVAALGSAPELRELELRFESDGDAAPFLYGLADAVRASRSLDKLSLSLKPDGTDPAAIADFATAAAGVLR
TIHYRVNRALTAEEVTALASCNLFALEGLRGTSKCFQIIMHTDDPLLCSAAKGVLSTWLNAEGYVFIQVIHSADHE*   
>Cpar_20681Contig26240                                                          
MEERCVSMPEVYERLREYAQSGGERTLADAVAALLDSDAGIAPASSSSDGSATRKRKRHPDTAVAAVLEHHEQLSILPLP
EQLPDVILSEILEHLGLQAAAAARAVCRRWRDAVEAIRWRRLDVKLPSGRADQLAGLAVGAQALGLDLSRLDYVARADVF
WQLAAPDRGRVGGSRVGGRWIRVASGASLRLDVTPAVEDAYGCSKAWRSTLSLLTAFSATAGAASGASAGGLGEVEVDCS
CAPSGCLAELLKALAPPGAAAYPALRRLALREGHPSDRERHSISLGVGPDFPPLVFPNLDSLSCDICCCSPGLPPAEALA
LCLPNLKR                                                                        
>Cpar_20875Contig26599                                                          
MERLAKRSRVVELEDRCSEAEGAEAGFERLSDELLAHIFSFIPLNVAWRLRSVCKAWREIIQVSIFPRLEMSTKNAAHLS
ELAALFSKSPVQLKLEDVSLALQTDGLAGNEALDLWGSALEVLSALTSKHARRGPKAVDLSY*                 
>Cpar_20911Contig26701                                                          
MSDDAPENVGAQTAAASAASHTDLHAPEAAPFAFDRLPHGVLAEVLQFLGLQHAAAARAVCRSWREAVEAIQWRRLDVVG
KGLMRPERLLKLLVDPGVEEPEGNPAVGAKRRWIRVAPGASLRVEMGSEAYAKASLAKDWADWFQTAVALVAACVAAASA
GLGEVAIECVYLVGGDAAALEALLLALLPPCAAACPALRSFKLLCHFADGSGGVPFPLEPRLRPLSNLEVFALPRCWYVD
RPAADAIGRSLPRLKRMFTRAAQLGITLGGFEAAGGLAGAASLEYLKARSSGGSAGRPHCPDAGPLLEGLASGPAALSLK
ESVPYPPGLAKDLGRLRPMARLCFEGRLSAAALRVLPRLAALELLSGSLT                              
>Cpar_22115Contig37271                                                          
MSTQVAAVQADGQEIRARGGQTSTRVAAFQADVLEIPREAAAGGSEIRNLLSRLGAALFRRILFAGRLFSGRKRGRSEFE
FEESMPAAGEDPQREEQEEDADEISELRAALQRAQQELAAERALPATKYTYPYPVYLEHQIPAALDPAPQSVATDDVAEP
RGERAKLQEAILAARLARRDCLQQRTGVFVAVVRGGDEEPGPAPLPDDVLLHVFKLIVERGRREEALLQAHQVLCAAMRV
SRRWHRLASDPSLWSTFDLAHVFQLPWTFHALATLPRFRSLTHLDLDVLFPDYSSDFSLEVIHAFEDGCASSRRAGRTGV
APPPLSSVRFLSIRFFKTRVTDLLECPEWRNSSKGQPREYGYIRPVPEQLPWFPASTSSFNEFTRRGRLCNTTSYTFPLA
VSSSLTYGSDLCLHINLAAGILRVSERFPGLQELWLPQQRAGCLPAIISLGGPCSMVERLDARAHFGTKSHPGFRQAFPR
LRWLRSAVAYGPEGVTQLLAALTPEGDPSASPAAAATAVAVDKLVVIEMDFNELEEAEQLRACLQRVKPRVLVLNACFGL
HHLGGTLGPSCFVTLALGTVTLFDLEPADLPWLAIAGLTSIRELCLKFDRLTRYKRAGATRLLKAAFALPSLRRLVLYNP
KPALFDAATLLANLRAERGLEPVAVSKKNFADGDSAGILNGPCGPFLVRMFSDEIGDVYEDEDECDDHNYKVRESSTLLA
ILIGGSR*                                                                        
>Cpar_22796Contig37954                                                          
MDLLPAPLLGRILADVPTLECIRLRRVCRSWRKAVDSWIEEGIKRFVGTADSSPAAIVQAVMQFSITEIELRCVNLLSEV
LTYVEDEARADSLQPVEEGDEEEEEGVSGDEDDVEQGALIQVLCDLLDERGEPFALSFVYCWAAPEALREVAPSTFVSAR
ALEYVADAKHLSRLEFIGADLRSARAELLGVLALPSLQRLLLADCELPSLSPGAVLSSRATPLGLEVDRISDAADLERFA
ELLARGVDMDVTPCREALAALLVELCGGELVSEQSAGGGGDESEEAACGEDVEGHGARRSADESPRAHLARLNRAAAPCP
PASSRC*                                                                         
>Cpar_22999Contig38157                                                          
MSGADDAQPPTFAPGDIVILDGLASSSGAKLNGQRGRVLDASSSADAAAAIQRGRVPSSSTVQTVVCVKPENLRLVTCAH
TAAAAESPLTALPDALLELVVQKLGAIDAQRARPTCRRLRDLVDRAEWSRITVEARRGTHLCNATMLVERGRIRLRPRSE
LHLIIIYEHRDESSCSPRGSEYDEDDSETSADMYSDAHETAFDDFFEFEVTNVFRACAATCTSVILDMRATEAYLRPQQL
ILQTTCYVGALLDALSPPRATGQPRVPSPLESLELRLERARPPGEAGRMDAAELQAYA                      
>Cpar_23391Contig38622                                                          
MLPEKKRRRQAALAADGRLAEMYKRYCRTVFFPWAELPDELLYRILHNLGIRSVAHFRRSSPVIWRRPSCRSLEPIQAEF
GGSNPISFSEYYSNASGGYTAGVSGLVATGNALSASIFRGKTKIIPNGQILFTNVGAPNWTFSFMLREEVSVGLPLDRLQ
DGWVILVVMVGGAEELAVVVVLESMGLPLQAAMVLRLEPERLIMRMVVLVVHMEEVEAEVKVVKVRSA*           
>Cpar_23540Contig38813                                                          
MPGNRTEESRPRVSLDHTSKRQRQSPQPAVAPMQPGPSALTPPGVGADLLPPELLALILDYLTPEERRTNAALVCRSWAI
VALDPTRSKTSDPLTLRLRLPSHWSRRDDLDQSDLMSGLERLVRVRYGGRVRTLHITRWELSGSGEQEVQIFSGALSLFP
RLDRLYLYNSFKGYPKQDHILQLVSCYCPALRYLQSVLLYNPKNMPHGVVLPTVTEVRASQVLSPAVAQDVTIQQLLEVF
PGLALLKS*                                                                       
>Cpar_23551Contig38825                                                          
MSKRAWSCEEAATGACIGRFWRKPRVARPCTGAFDAFSRFDLQDADADGDPFAVAADAQAEVPVAGPAPAPSDDAEDEVA
GLPDEILMHVFAFFQAAPVPDLFRMRRVCRWRILLTGEPAAHLYAQLDFVACHRLSVESAVAAIRLAGPQLQLLALPPSG
RRA*                                                                            
>Cpar_23719Contig39082                                                          
MSTSQPEQESVGISRLPVELVTRILSYVPLQDTLRLRRVSKLWRAAASRAECDSVALPRLSDRKSISRVNSFREYAKKQD
ISRHLRSVEIHIRPPLPDATDAEGNEIELEEVDDFEGEVLVDEEEATRSRELAFGLLGAACGALAAVAPSADAPSDAAQS
HGPTPRQRRTVSICLDFGDVPSRVLDECFPASASSNLMQSFVFSALAAMRPARAASPAASGKSPLEELKFTLWAPQEQQI



MNGGWLPWAPDAGALRTFLAPFSKLRALELLAAGFWEMTEAAAAVIAGCCPQLASVRCEPSDVEAVRALAALPLERLHLC
LASLQTPFAGAVARLAAGRAAGTLRSLRFDGALDPSPARSSELRSDDLRALPRLPNLERLEGVLVVPGHVTQEEAALLGY
PPKLRSLHAHVKAHSDVDLPGADLLRGLAQALRSARSLQAASIRLAISPDPDPAALAELLRAAAASLQQLELVLQRPAAE
EELEA                                                                           
>Cpar_23834Contig39265                                                          
MEPQSKRARTDADTSQQLAAATLVQPAEGSGVDCSLIDVLPDALLERIFSEHFGADEAWRTARLVCRKWRRLVQETEWRM
LSVTGTRPATFDSLAAFLRSGRLRLRGGGAAEVELHVEYRDFDASSSSPAQVDELLADVEINTLGRAAHEALRTSLQAAG
SLGRVGVFYRMAALNRVLPRFEPGHRNAVGRDIVLSEVFGTLSALRPPPSSSSSLPVLHIWQGPGTNDEDDEDGGEPPAL
RALNFEISARALRRALAPFSRLEELFLPSWMFVDRRDTLAIAASCPALQRLCVRPVNDDALAGLSSLAKVPPPESRSSPP
ALDLTMAQLNELNWWTHHHLDLGSGFAEFAVGPAGQNLRTLSDV*                                   
>Cpar_23918Contig39383                                                          
MEERSGATPAVPERLMECAKTSGRVRTVLRESEETSSAALSSSSDVDGSSIRKRMRSTSLVLSASVHPEEDTSSYTASAE
DSNSEAYASAAAEGVDPEFEFEAAAAPIAIAISIEQLPDVILSKILECLGLKASAATRFVCRRWRDAADAVFWHQLDLKL
YAESADELAGLLIGAQDLDWSQLDDAARAEIIWQRAGRGHRIRVAAGASLRLEVTPVDIEDIEVDGLEVWQSTLSLLAAC
AAAAGAASGTSTGHGGLGAVDVDCSCSPDSSCIADMLNAVVPPSAPVCRSLRNLSLRAVYSRFKSEDSFSLGVGPNFRRL
IFPNLESLLAIGNEPCFYACRADAEALARCLPNLKRLDVRFDHEDLELGATGKLEGFISEAAAVFPALEYFKTTLYSAAA
EDMYVREDAAPLLEGLASGPAALSLKILAVQHNFELSRVLMHMIRIVLDWRNAIAVQWELSPLALRALERFPALQRLRGI
PSVSASDDLAIALFAKVPSETAEDDLAVLGSLPALTSVGPLEIRTRDKDPESLVARLNGLAAVLERSSSLTDLRLEICAS
GSPINFLLALVPL*                                                                  
>Cpar_24017Contig39559                                                          
MTAMDGGGAEADAVTRVLPRELLSAVFSQLNVSQRAVASRVCRRWRAAALEPPHSTELSLVAGDVRDEDPRPALRLDELA
RLSRDSFAWQTLQAAVPDLERFAQAALSASAAAAVLRGPLCAGLARLAGGG                             
>Cpar_24036Contig39591                                                          
MPSRSIRKWRSAGSGCPADVRACKFGADCSFRHTGDRFGWRTGTEIRGESPLLEALPDELLALVVAFLPLRDRLRLRAAC
RRLAAVVHAAEAALDSA                                                               
>Cpar_24476Contig40489                                                          
MKRKSHEHQRELALSGAAQGPGGEPLTQRHHHKKAHKKVDHFGTLPSVLCCIFSCVANDSSLLSLRRVCRRFRDVVEGSL
VELWRHFDLPQATRAADGAGRARRALQAVEAARRAAGLASADLPPDPDWLAAAFLSARTWPELTRLRMAVDGSSALDLAL
AQCPRLRSLHLTTRAGLREDVELDSRLAALAPLADLALDGFSLQAGDLGALLRAAPGLRSLCLHGLVLWEAAGPGLNTLA
APLSLAALGPLPFASTLEELRISFDTARQGEQWLALEPGTLGVLGAMPRLRRLAIAGAEGAGDGAWGLPPPGSFPALARL
EVRTRGAREALDGAWLKALLRGRGGALRGVALVASNVDGEALGLLAGAALEELELGASPHVDDAAVSLLLLGVPALRTLL
LLG                                                                             
>Cpar_26040Contig52823                                                          
MQPWHHAHRPEQRKSVISELSKLVEMRPEFERSTRSLSKRLKDAAEGLESDCYFASNTEEMYMAAINRVLADAEKEEGVG
RSKRARVHVEPETGGAWPGESASPFGQLPYEVLAHILKRTCISLRNAAAARAVCRRWREAAEEIVWHRLNFSLSPRSAGT
LAGILRGEHIQQSTRGDPAAGAARPWIRIAPGASLHLTCRASDTSAASGGGPWDHFLSLVSACTAASGGLSEVNVTLALS
HSRPADFGELIRPFPNLERLSLPGCWSPRESDAAALASSTPRLKKLDITFPKNADAAGLAFVRALDLKRLRIRAWPTHAD
FLDFGAYGGKKDPAFRNSLCELIEGIASGPAAFSLEECVKG                                       
>Cpar_26239Contig52981                                                          
MSSPEESKSKRARRSPSESLEGTSASFDESIPPSTGAAAAGGGGEEGRAVASLPRDLLSHVFGLLDVAERSRASRVCRRW
RAVALEAPHSARLALRLLHGWDSNLIAIDFDDEGRVYQEWPEESCAPDPTALTESQLLLALRSPLAVGLASLSVALGRAA
AAPAPRPDPQARATRVWPLRALVESLPKTVTSLELTFGESYPGCAWDEEEGRICGELDRLDEFAPQLRELALLNKPDRLD
SWVPVHSGLERLDAGPLAVVPRELLARLPRLQRLAALDPSGGWRAPLYTSAQRGSLVDLARRGLRVRSLDAAKVDMAEEC
ALDAVSALFRPGDVPFGRGPAKLALSFDRLPPGGLPDTLGAGAEIVCSGAPRPSVLPWLSISRRAHLERLELEPSGAQES
VSPELLAALQGCREGLQIELHWPEERDGSTWTYRAGLVERSASPRHRLTPRQLSIQIGLAGQSGREPPEGSAAELAYEEV
EGRARAYLPEDEEDPAEAYEEDCRRELFESLGLP*                                             
>Cpar_26374Contig53101                                                          
MSPAAADKRARRGEVASEADIDAAEEGILSLPDALLLRVFVLACRSRRRPALRPACCPELGRCRKGELGDLDGYVVPDQL
RLLSIVCRRFRRLVNEDGGAWERVILRLGKPNTTQDRVLKRCSWPASASARRATQRLRVETWDIHWTHLKRLEEIFPRLT
HIDVAWSGGPDSSVLPLAGFSRLCSIAFRCKGVPYFDFDAREDSFRRSLSPALCRDPVTNLARGIRELDSAARGPGAGRI
PLNVERLDALELSAAAGTLEALFLDVFVPTDSVALPDGRLLKADPVLARVAGLALKRLRIGFWVREDWKEWPPCGPEGAA
SLARLTAME                                                                       
>Cpar_26377Contig53106                                                          
MHLPEPEPVSISSLPSELLLHVFSFLDTQAFGRCCCVCKQWKGLALESNFWEIQCRKARQAISSAGLVSLNTAADMGGLQ
SSCSQSPQRQLERHAWPPPPPVSRWLLWVVGAVADKPPCSYATDRGRRDENKDSYQVMEFHGVFGIFHGHGDYGAIASEF
VAQKLPIYLQNEPELTAPDLEKAVIQAFRGVEAEFSRRPKAETDTSGTSALAVVFRDREVVIANVGGSEAVLGRARPPNA
SAATGNSGGAAGSSVTGGGSSAAAASGSSKAAEMVYETVQLSHSHLTYAGGRVENDYVHPMYSAGYGLVLTRSIGDEILK
PWGVTAEPEVRLGAARLWRHTWKAEDKFIIMATRELWKFVFATDAVDIVRRSRHPKEAAEALVREARGLGAPGNITAIVI
EPYSPASMCAAREARELPTAREARDLSTARKSAALSLSVDLPVSLLFSYILFCTLLSPLPSLIARFPRTRSFGIK*    
>Cpar_26721Contig53431                                                          
MEALPDELVLHVALSLGVKDVLNLSSTCRRFHVYGSASRRVVPGILFEGDCQTYRRVLSLWTRLRTWLQLNKASHVLGTL
LPPCSPEEVAAMERTAQGRLPRDLKHSLMIVGGQSCYDRLVALNYGCVLPFACPAGAPFDRFPLAVMLESTQQQIESRKP



SNPPVGSVVMPFFREGMLLPLAPSFSAWFDKFLGELEAGRYDVTPSGIDLFRFGSRATTRGVEVVVHTLFVPERSRPGMV
PDEDPERYFDAEIAPFPLAL*                                                           
>Cpar_27002Contig53757                                                          
MRAAAEAVIAATDVAPASEEEGSEYKESSESEGSGSESKIEEEARGPKRAPRRRKAGAASPPKRARRCQGEAAPRRRHEA
RDHGEEPEQLEHAHAEVEEEALAQEWDGEEQAESAGALWALPDELQRMVLDCLGPTDLAALSMTSRYWRAAASEPRLWMQ
LYAARFGL                                                                        
>Cpar_27039Contig53799                                                          
MAREKRKRTSRWDIDTAPTYSAAKSTSEYPALIQQLPLDVVADILERLGFQAAAAARAVCRRWREAAEAVLWRRLDVDSK
FSWDIRQLAGQLADASSGISMPMECGAGWGRRWIRVATGASLRMQRAGGRPWEATLSLVAACSAASGGLGGVEVIELRDD
GLLPHSPPLSLESLLGGGPREPLSFPNLEILSLPNYCPVNQLDAVAAVDQLPPRLKR                       
>Cpar_27169Contig53966                                                          
MRFLWAFVKQPIAPYDGPDLISALPDELKIKIMGHLHARDVCALGQTSTAWVADLDAVWQARLCDDFGIEIDDDMLNDKP
QSRKILYDMHRTFWGLVKPKHEVPAHLIAGTDVPS*                                            
>Cpar_27932Contig55292                                                          
MNASVASVVKRPRDDAHESGVADFGVGSVRAKLDDAAAAIDLESGSAPRPEGEDGDDGSPLGALPDELLIRILVLAARRE
WRSQPACAGMSPLDPRENAPDARPELLQRYRCVSRRFRSLCEDPSTWERVALWRPFEDDLDALLRAPEAARRGARRVYTA
SRGLDAAALGRLRECFPGASELEVWFDFYAPDGSIGGGLPRLEPVAAFGALRSLALRASEGDFGTRLVCGLAEDFHRSLP
ALHTLPPLHTLDLSGMPFLVEGLEHLSGLSGSLRALS                                           
>Cpar_28576Contig57801                                                          
MISCLPDEILRQVLRCLLISQSLVPARLVCKRWKVVADELLPLSRFRNALEAFLTEGPGSE                   
>Cpar_28602Contig58022                                                          
MEQPKHWAPQTLVLQNSDLLAHVFNYLCGMDLIAASAVCRTWNEASRFVSRLHVDASLLESHVLSSFLADLPFRFPAVRD
LRLASSAGDALLVSPHTDLDFIHTFDSPEISSLELYAIPDVAENSYWFGLRN                            
>Cpar_28826Contig6673                                                           
MAAGGSAFDALPDELVTLIIGQASEQSYFEGGSNLGFSGSRRCTDQDLRELVQLSHVSRRFRSLAQQPSLWQHIRIRPVS
DKVVDALLDRDQLQPNSKERREALRSLVLADGFLSGDSFIKLSKCFGEQLTQLIVMLTIGGVSEVWLKENIGVVATLETL
QALAPLAPTLKRLFCGVVVNDALLPIFSSIAAFQHLEQLLIYVVFVYHTHTSFLSGMRQLEYIFLNMKGPADISALLPLA
GSIRKATLVHYNLDEAASASFAAAASKMTALNQSMKQWTRLKALTVSCIGHTEIPGAFLKRLASDLPSLQKLTVKSPLPL
NSAGDIVAVSSLKRLPRLVLQGEAAAALDDRKREALRCALRHLWWLGTLPELGMAILSLKGPP*                
>Cpar_28998Contig6793                                                           
MSEPAGDNESVLRSGRLLRLNEDPQQEAAADRSPRPAKRPRRIQTGPHLEASEGADGNAYVINSLPDEILELIFRFVNEP
ILSCSSLQSGAALTCLDVCRKWRRVNQKVFELIDVAWRSDGFSTGRGRNVRHGFASKKAFKAFKGEAFISLECLHPAFNG
THAEWVGFVRHHERRIASALVPGAAAARLEQLTRGPLHTLHLTVYCAELDALPDFVDAHLPRDWSPRVLSLHLPLVRDPS
PAVLKLGPALLGRAPGLEVLRLAYGPGIPLPVAIHALPAAEKLHTLGARLIFPQDTPGAASLGRFPSLRAVEHVDLGPLE
GCEERLVLATLEALAARPVLCRSLALPSLAPDCERLRAALGAVFRPGALPGGPAGTRLLLRLSSLSDFGGSPLLSSVLRG
DEGDRFSQLALEAPRATLADAFALLGTASSLRRLALYE                                          
>Cpar_29335Contig7074                                                           
MYSAKLARIIAATRAQTARTAASANASLSGESKSSRSSQFRKKRKRELATSMVPSSTACINHDGDSGKSKTLNDEEESAD
HDDEYDHTLEDVATTAQMQAPSGVRSSSSGVDIDHDQTRKDDPFSALPDAVVARVLALVGALEALELRAVCRQWRRAFDG
AVWELLFVEDPWGLRELAWRIQSGRIRLARRLSVILQLTMTIPDPAVPLEDQIKTLRTQYAHARASEFLAASKACRGAH*
>Cpar_29373Contig7107                                                           
MAYESRAKRARTAANGGTGGDIDGVAVGASGQGGTHTTTSSTADAASSSSRAAPASAGAASGSGSNGATASTVAAEMVAG
GSPLDALPDELLGRVLFEVARRDWFSRPTCGSGEGSLLSSEDAEPDVQPKQLVQLKAVCRRFRRIVDDGSLWGRLALREP
NDAAVEALTKLPEQLRKAVRRIVLRRGSVSARGLCKLAAAFRDQLEELSISTESAALFPVAGIASIHRMHGLRKLYLGIA
NVDSAYASVSAFAAPAVMQSLSVRV*                                                      
>Cpar_29377Contig7113                                                           
MPDGAATPLGDGRDRGAIARQKRPAKRPAVAMECPEECYSVADSSSSDDSHDESDAHPPPRSTVSKRRRLASIGDRVLET
PARALLMEVKKQPSSSDMEMCQLLRLPSELVVAVMSALDGDSLVALSGTCRSIRNQADSSPASCLWDAICKNTFMAPPGQ
ADGASKRSFYAKRRGLFKGMRFCFPPQRAPAAEINGNTSGNESTTAPASLEEMQAAASLVPRMGGIFNAAYTSPVNVDYV
VSTTMDLPACQAALEKGTPVLRASWVAACLTVGELVPTSPHRLPLLSGLVFSVTGLPHARATMRRLAAEHGARFTPALHR
RGNTHLIAASTDTEKFRHAVSWGIRTVSCAWLYESVVRSWLDERRHVKQVPRVTPRAPSCLPLGISFEPLRQLRQNFNSR
*                                                                               
>Cpar_29436Contig7156                                                           
MARGGGGQKRGRPHVGDETCLGRYSSSEEEEDSPVGGKRQRGEEPAPAAAAGSEPAYAAQKPRAASDFSALELLPDELLK
RVIGFLGLREAWQVCRLPLVSRRMRDALASIEFDALVLRGQRGGVSRYRDVPEAELRSWALRAQSSALRLAAGGALEVDL
WRPPFYEVGSVAGADSIQPSFWMPEPARPFLSFASSLQGLRRFVAWHGDVVAREERSAAASAKARHAYVGALLAALAPVA
GTLEELSVRLQTAEVNDRHRLPLASSPGGCAITEGLRRLTALRSLDLADCIGFSADLLEQVAPALGGLRSLRIAHHFFPV
MSLYQLPNQEKVKSFQRSFASAIRSLCPNLEFTSAHLESLEFDARSGYSNTFLHDAARTSSVRDLALAGFGQALAVDFLN
AEKCAPLRSQLRSLSLGPTSGANDRPSKYDPPPEHLSRLPSFAALESLSLRLSSPFPHHLTAAADALAQALPSMPSLRSL
RLGISSSAPNVDTFLSVAVSITFLLHVAKDILEEYDQDGLPMYPSGEALAACARLRRAALTLAEPARLWASDFSDALAAL
GPLADMAADPAPAPGDLVLARREGDESDWGALRQLLGDRWRLE*                                    
>Cpar_29578Contig7278                                                           



MGFARLPVELLARVLSFLPFEKAWRLRGVSKLWRSAAEGAECETVKLGGSRIASSKPDAAGKSLAELNAFTALAKKKDLR
RHMRSACIDIYAGPHLSLSEEGEDREEEAARARTAVLRLVAAACGALAAITPSAEILASSSAEQLPSPWRQQRDLEVTLF
LDDPSNDDLDEIFPASEDLAQSFVLGVLSALRPLPAGAAPRPAAAPASPAESLKIDVFRDDDTWRPWTPDADVLRTFLAP
FSKLRALELYDACKITAAAAAAIAECCSRLSAINLQPSDAEAIGELAALPLERLIVNLAPRTRFSGSIARLGAGRAAQTL
EDIWVEYVDRTHEIGSDDLRALPRFLKLESFRTVLLDADHVSRDDVACLGAVPKLRELHLRLRGLPGPEPPCLRLMRLRA
AAANPDGPELTDLVSAASRLKHLRLKIDVGRALTAAEAETLASLRKSACTAATLADVLAFQVLVRAPEREVEQRGKHFRS
VSTSMTTFHVAVPDDGSLVAAWLPPSSGVSIKFSEAT*                                          
>Cpar_29770Contig7464                                                           
MEPLELGDLPGDLVAAVLSHLSRDELVRIARNVSKTWRTLAASSALWTTIRLEEPLPWARLRVIVEINAAGVDVEEIDLG
SLSEELSLGHVEFLGEKLPAIQRLSLPAPGAGVLSAIRRTGWPGVEALNEVSRLGPLQLRALA                 
>Cpar_30042Contig7722                                                           
MARVLIGRLVSTVFGGSAAHDQRIEVARAQTSTSTSTHVQSMSFHRETDSAATPSPFDTLPDHILCRIFEGLDLRAAALA
RRVCRRWCEAVETNNVLWRQLRVQLGEPALHLVRRLVTDVLRLAAQRGILVGSLSESDINCARGVFERSVELCRPFLAES
AAAAHDVSGLSPGVAAAFQILRLQPRVRQETQKLRQKAVQLLKRPWNELLNVYCDSKCKAHLNVNLDQPFFSLFQLIELV
DFADAFDAVISGILAPAADAGVDPRLKDAAFAAVAAMRQLLGLSIASDWRSKSVPNFGRSDFAFVTWMLHAYAEVRGLPA
PLDSERRWAAALLIASMDVADGRVVGALLQLRL*                                              
>Cpar_30450Contig8123                                                           
MEPAAKRSRLAVDDPEDAGSDARRSEASIGDLSDELLALVFSFLPLEKAWPLRRVCKAWREIIQVPLFRRLGVSTSKPAH
LLQLHAALLGSSSVRLDHVSLSLRADGLSQADAFGLWGGALGVLSAIASQHAGRGPKTVLVDYRFLKSLSDDVVPVESFV
SAALLALRPPRADGAAKPAALQRLQLRVSIETKKQQTSADALRSALAPFSNLRSLELKGWLSFKGAEAGVLAECCPRLRC
LTMTPREADAVARLAPLPLERLDISGSDEADVGGSLAALAAGAAGRTLKRLRSNDPWSRHHFNGDDLRAIALFPELETLK
KIHVSDDVSREDVAALGAAPKLRELTLLFESEGEAGFFLYGLADAVRASRSLDELNLVNKPEGTDAAALTECLTAAADVL
EYIWLHVERPLTAGEVAALAASRDIYGEIKSHLDSSADLLALEGLRGAVDDDLLKVTVATDDPLLHKAAEGVLRSWAEFV
HVQYPKSESEDDSDD*                                                                
>Cpar_30504Contig8173                                                           
MEAADPPAAPAAPAAVIQLSDSRHLTGMPDEVLRLIFSGLDAVSLAAVSQTASHMRKIALERVLKRLVIKLHGKSAISQV
SDFGKCVAPSPAAT*                                                                 
>Cpar_30738Contig8393                                                           
MQPSIQQLPDDILTYIFKRLDLPAAAVARAVCRRWRVEAEAILWRRLDIKLSPERADRLAGFLIGAQGLDWSELDVAERA
SLIWQSLAPGRWIRMAPDASLSLEVEPATEDYRSEAWRSTLSLLTAFSAAAGAAGGAGGLGEVDVECSLALRGKSSGDPD
CTVLCLGLDPVLRPLVFPNLSSLACNILCCYPGRHDSEALARSLPNLKRLEVEYDDERTGVVVEHSVEKAAIGLAAGVFP
ALESFKAVETGGCERAGPLVEALASSNAALTLR                                               
>Cpar_30750Contig8403                                                           
MEARGIIELPAPSPFDQLPDETLSQILESLDLQSASNARAVCRRWRNSSALNARVWSRLDVAVWGAERADRLAGVVVGAE
HEDSVSEDRQPGRVQQQPGGFVSSRRWIRVAPGASLRLEVLGRSCSCTCDSIVSLVRAFVSASGGLGGFELIFKASSVMS
GAFLDRIFIALDASRRALRSLALRGSPTHGNLEASSDPDDDWERRLGRLSELESLSLLTEAVDGCDVAELGSCPALRRVE
ALDALSVWEARVPLAGYARALERSPALALCLLP                                               
>Cpar_30829Contig8496                                                           
MNPDPDSAAAAPDEILARIFGLLAAEDRCCAAAVCTAWRRAAREPPFSKELSLVFVDATCKSVELEGSPTEAFRRRLREH
FFDEDNLLHEDPALLRELTAANDRGGRRGQLLSVREAVAIMRSPFCSDITDLKLALFFTNRDVDAGRSFPIRDVERPEPL
FVPLVKTLLTASPSSVEKLEIVEPSSANYKSFESFEPSSVVAPLVPMSSLPNLRELHVSQTFGGFGNGSGYLRPASVHEL
NRIQPHPALETLGVAVFLFLGNSGHANDFSGMGSGAEEDLHDLAKAGVQFSHLSLLLYSSVAFQPVGRRGPFMDLKLLAA
LENLDKGTKVELLISGPWPHEEIAALVEGLCACERLRGRVQLKLCGSFGLGLFSSFDPEGCRQPCAWTIGLARSRANYDI
DQYREMQNMCPEELSNLLWSHEELEAMNKSGLHVNSDYFHLATNADDLIWTDGEKIVDW*                    
>Cpar_31096Contig8815                                                           
MDVLEAARKLTDLVGSYGSDIPARFIAQGGGGVLGCDDFVEVISLLATSSRKLPDGVSFNAFKFALRQQQESQPESVAVS
GDMQISVCSNVDPDHAASSTGLTSGRGPSTSTSQSTSKPGSRSHGRQQHLCINDLPNDIFVRIFSILPSFDRIVAAQVSR
GWLELPRCLHGAFIRTVSPVKGSKLRSFGTYPKSNPPQSAQIHDSDEKAKQVIPVPREQKQQLQQQMQLQARKLQEQAKI
KADLRRFMLLRQADQQRLLIERIENLQFSGNRFESIAISIEIGSWLGQTAKNAIQGSSLKHLVLSGSEFENMDLSPLQRC
TSLRYLDVSGTRGKPASLGRLKLAPLMRSAPIETLSKTLRNLDAVRSALTMEDLLILKNDCPNLKSLRFSEPISALLDAV
PQLASLELVRVAPLSRVSLHGAASLKSVAFMACPTLSSIELSSPSVTTVSVSANRKLQDLSLNVPSAYYVSLNGNVPANK
LLSVGPVLRVLRLGGWASSDIARLQLPASVAAHARFVKQSRVEKRRDAIKKGKLISTRIRAGQYGSDSDFDW*       
>Cpar_31099Contig8820                                                           
MSAFRTLARRGIAPAAGTIDDLPDYCLLDILAHVSEIAPQALLYRGVCRRWMALIDRFPPATWHVSHAQLRAAAQYESRY
GQRHPHLKLALHARELVVGDPRNPRRQSVSLPEAFRPCASRTPVLLPSILSHVAPF*                       
>Cpar_31178Contig8909                                                           
MARERAAKRARVPDTAASSSGMASAGHDQARTFAPSTSAGVAAVLAAGGSPFDALPDDLVTRIIAEASACFEFFQEYASI
PMKSHSPRVTCTFQNLSELAQLSHVSRRFRSLAQQPSLWQSVLIGSASDDVISTLVDHQKSKHGEALRSLYMSSGVGELS
SDSVMKLCKSFGMQLTALGFILEESVLPGILPGIRHFSHLQELSITSESGESRSMQQNSQIVAGPIVQGSVQALASLPLQ
ALTLEMPITLETLRALAPLAPTLTRLACGVFVEEATLAPVCSSVAAFQRLEQLKLGDGFHLLAVIVIVIICFDATGTSIN
PTASEADLEPLSSLASLKCCVEVIAEHIGFLEGMRQLEYVLLIIQNVADTTPLLRLPGLRRAFIGLPEYNESTSRRLAAT
ASKLPTLEHLELCLPSGTFLAFAEQPMHGWTGLKSLHLFHSARAEVDGVVPGAFFS                        



>Cpar_31246Contig8981                                                           
MAELERASKRARGDAGAENPESAPTAAVSATGGAALGFVAPDAGNSESPPAVAASSSGASEISALGSGSGRSESSPAHAA
AGAPAAGNGHVHDIDADHQFQTATLSALERMPDNILVQIIFFSASYCRERGDRVTEPRVLAQLARVSRRFRPLTKEPSLW
QQIVLSKLNSSALKGLQQLPGETRDSIRSLTELRVGFHEQTSIPFSSLPLLQHYSSLRSLRLSIAFKRLESNAARISSPV
VQDSLALLDALSFERLNLVNFPVSSSTLQTIVSGPSRTVTSLEISLLLAEAEIPVAALGTIGSLTQLTSLTLRTLSTSCA
LSWFNLSEYALGLYGKAHDQPVDPDSVVIAPSIQQLTHLKELKLICSESVLRRLSEPLESLKSLRDVTIVRNTMLDPDVI
VSDVWFPVALLKHIGSDLPSLKKLCINNFPLRFPDSLRALSSLRRLEKLELLNWAAKSLDAEAREFLRSALPDTKVVFRD
DVPPIQ*                                                                         
>Cpar_31370Contig9132                                                           
MLYSPNRPMAVPRLSFAFPGFLSISLEEAPKLLPAPAPLLRLPAPSLAGSPAKKRRSEGSNCEPPSASDDLSDLFEACEP
EADDDDDGATINDLPPDLIAIVFSHLDAKSLCRAARVSLVWSAVAARKELWKPLVAADVQRYLCAYGHLMRRVSDGWAEL
AKGWDYLSDAFIEIATHVDGDGVGPSADTSATIAKIVKKLAKR                                     
>Cpar_31533Contig9325                                                           
MRRACAAAAERSARSSRLSRLATALFRRIPFAGRLFSGRKRSRSEFEDLDLAIEEELEEEAEEISELRAALERAQEELAA
EQALPVTKYTYPFPVYLDHQIPAAHATRACAARSVEVDGAAAPRPTGERAKLREAILATKLVRRDCLQQRTGVFVAVVRG
PEEKPTPAALPDDVLVHVFELIVERGKREKALLQSHQLLCTAMRVSRRWHRLASDPCLWSTFHLRAHVFQLPWTFHALAT
LPRFRSLSHLILDVFLSGTVCSRDFLLEVLLAFEDGRARRAGGSSRGATPPPLSSVRSLELSFFESDDIMSTIVECNTEW
FQGWGRIAAVPQLLPWIPACTAADLQEAFSPDLCSTKCEAFAVADVLRVSERFPGLQELSLPGERAGRLPAISRLGGPSS
LIERDAGSAPLFRNAWLRCAVAEGAEGMAQLLASLAVGRDASAAAAPSAGDLQLDKLVVVDVDFGGAHDGPRTRPRVLVL
NGCSGLRHLGNAVAPIATDPSIAPALVLGTRTLFRMQPEDLPWLAGPTSTAELWVKFERRNYVYDRTGVTQLLEAALSLP
SLERLVLCNPRPEHCEAATLLANVRAERGLEPAAVEDRTTYTRDLDSSPILSDEVIDPALASGSSFLVSHVHSNGEGEGE
LEDSEDSEGSGGGSELEGDSCKTGEGDTRTEHEDSDEEDGGEVDRLEELYEKIQEREYARLGPLEPLRERMEVVWSDDED
DDERDEDYVCDEDEEGEEEDEDEDEEEEEDGVSGEGSDLEELEACRTVHVADFIRIQYEEAWLAVLQAIAAACGDPRTEH
ALLAADADATRRLSASAWRHCFDRALFPAITSLLQIWDDIRDYTLPTGLSKEGAAAAQANYAR                 
>Esil_CBN75763                                                                  
MSSRPRLVGGAALDEVEDDEEDNVYGQGGGQGAGRSVLEEMPPGEACFEVKFWGGGQRFGNLVATMSCGSLVRCFFFHPF
GSGGRKKAFNVSEDVTAAILGDLDARDLARAAATSRGWRRCTSSRVLWAAVYARDFLGHVPPPPPPPPDLQATMADGGGG
GGGGGGGAQHQHRHQSRESFMLAAATAAAAAGGGGGGADGAAAAAAAAVDPRHDIFRAVWPQLPSSLSSRSGGGGGRQHG
RGGNSNRRFSLSSHHGGGGSGGAVAAMLGYDGSAGAGAGAGGGGGSASLGDGRSFFFGDGGGGGLYGGSGGGGGGVTLLG
VEDNPKEQYAKQLTERKARLEKQQRKEIQREAQERADRRRRGYERGLDCLHVRVLPPVLGMSLALTLVFLAAWIDGDVQA
NVGLLESACSDVDLLRRGCGGGRDGGAGVEGARRPWVVRAINLFRITHANWFAVFTPLFFCFLILCLSPCLQWASWGDGG
VYLLGMLLGWIPAVLCLVLVCSRLQGDNVSMNVIMSPLWAVDLVLILAPVAMAIAVAVRRMQRGEPVEAMLVHTLAASWC
LLTPVLAPVVAFEIALAVYVEGERDTLTAAEVFTPLIVWCCVLSLILCGYACSYPPRHPDPQDGGGGGDGGIGQDSGHGG
GGGGGGDNDDTTSSSFAPTPLRGFATRLPRPTASASVGGLGSGGGRGGGGGGGRGGGGGGGGYGAAPGRSRRRQQLPLPP
STMSPLPGSLPHHHHHHHPHHHHPHHHHYSLPRQLTPGPHASGGNATARGGADMPPDMADIVALRSQLAELGVMAGFLDP
PSPTVAAATGSIDGRGIRSRNWGGGGGGGGGX                                                
>Esil_CBJ27319                                                                  
MTVSVVGGDEYVCPFLFDFLTISELGRAASVCSTWRTNAADDELWREIYERTQGPWHRRGNSRLSFLGRLHDSLAGQDAD
GGAAAVSNTPPSTPADSSRGAPAAAEKAGETRSFPDWPRLRHGRWREELKANCCHVPAVELVKLDDHTDEVLDLKFSPDG
TRLATCSRDMSILVYAIEAMPENHGSSKEGEKDDGPRKARASGANGGSGGGGGNGVDEMPRDGQNKLRPLGFKGLGVRLI
HRLRRSATASVCRIFWSPCGRFILSCLEEPHGNPFIPSSSELWDAWHGQRLSRCRSQPFDVHAAWMPDGEHFVAGLDLTW
DETDDTVPYTQTFAIRRRPTPITRGGSTAPASSASKAALEAHGLGGGMAISAISANAARLEQDSIAIDANSARAEQDSMA
IDANSTGVEHRGLSSTHEHKRGSIDTTAAALTDDFAAAAAPAEGSNVAGVSKPSAAGGGGGHAEGPSAMGVSEGVGWGEE
AMSFSSCLSSSSSTLTLLHLGEAQQSATGVGDPAGGGKAGEGGSAASIPVSATGEVAGIMWVDPGLEGKGSPAQASVTDE
TAVESGGGPREELPAHDMSVSLPEEEAVAPAGAAAAAASAAAAAPSFGSPFSPPPLEPVSSHGGSSNEGEETMQPWGCLG
GDSHPTPLIQYPFEPSASSGGGGAHANGGDGGGLFDLNVGVGIAAVEGGGGGGGGGGGEDEEGGVEWVMQGGEVIAQVDD
GGDAAGRRGSAQPSQELRAFFPSNSGSWACVATGDTPMMCHRVAFIPLGEARASPPKSTSTRPAAISPGDPGVSDDDDDG
GGSGDDEKDVFIRVLRSGSGGDAASLQPKVTARRMEAVECGGAVLSLSVTRDDRFIMVNVRPFMKGALDKLHRPEGRHTA
PEISNEIELQVWDVATKKLAFKLGGHHAFTTKDCPFLIMAAQSAADPFGDYVCSGSEEHRVFVWHLRHRLLLGVLKGHED
VVNSVSWNPKYPGMMSSCSDDGTAIIWGPRVR                                                
>Esil_CBJ32999                                                                  
MGTMRMDRDPLQDVCGSDNSSSAYGNKSGVDESEKMAGGCPAAAAAEAGEGDGAIGGQGRMLLALPDAMLSEILGNLDVK
GLGRAGCACRGLRDTADDERLWVSLWEGPLPGGFLRGEKAAHVALWLLAKGEVEQTRVAVSEPSSPTRTASRRRVGEATA
TGGGRDQGHGGARGEEGPAGGGAVAVAAGFPVHISCMAINGAVIATAAGPEITVWDMEGASAPRARFKVSGHGSVTCLLL
RSGTLLAGDNSGYLRSYDVSVPGGGRPLHEIRAHADRVTAIDSFTLPVGNTAAADSPVAEQPGGGSGGCYRSPAAEGEGG
AWGRGGGQRGRWDQGHGWGEGWQEEESESGEGAQPLLPQRHLYGNSGASSYSPPPHASWGAAGEGAGSRQQHGIGGGTGA
LGESPASAADLGVEFNRLRRGSSHGGGTGEPLSRLGKRQGYAGRGQAYEPAGAAVGGGTRMQGRGRGIDRAGWAFDDGNN
HGAPNAWSEEKGGEENDPFVGQRPDDGKGGAGGEQREVLLFTASDDGTAKAWDARSGRFVCLYAGHTRGVTCLQATLTES
YGPVLVTGGGDSAVIVWELTTGRCLEKLETGAGLVINPGGPGPRVGCLQAYRDTIVVGEDRHVSVWSLRKGQRPRLARAR
FCEHQRPIRRLDMVGPWIVTCSGDYVIRLWDSRTGLCVRELETKSGAAITSFRLSGLCLLTTSLFDTSVLMTSFSQRRGS
EGKGSAKICD                                                                      
>Esil_CBJ29000                                                                  



MDQRKRAPSGRSEPPGAGGGEAFAEAPAPTVPVEVLDTVFEFLDGNGLLSCEAVSYCWRRATDRAHLWQRACMSAFPHLR
DYYFSRSPYTCCSAYEGDYRETFLDGNRGNRSTVLDWNMEAVTGGAADGADGMEGGDPEQSERRYFPPFSLCGYLFMLLA
DPTGNPRAASQAEAAGAPPVEKGLSVYLTVAFHDDAPGTPPWGVGGVAGGASFEGFPPPPQHLLVGQPWGAEEAGGARAE
AKSDPHGLRRRRRRARTREGRAAIVSHAGDPAAIARECCTAFSLAAVKTAGDKGVVWVSSMEGDRFWLGRRSWGVHCLIP
MGKVQDPEQGFVKDGRLTVRLRARLLFLFLHVYTTADLASHRGFGVVPVRGRDRRFHFYGNDGTEQEEEQETSRNHPRDT
PPAAATGSDGRSSPGGKKRNTSTPAKGGGPLPCITFEVLRCTTLEEVEGLIARTLGVEREGIRLWVISQPFTDGPLAPRQ
LLSGKGLPARFLDDGQNSPSLFRLLSGDAVDETCRVRLWVEQRGDGGFWETEGGRDATRLSRVWLRRRQQQRQKEKTGAP
LEPSSDGSRWSGDGGSGAGDTDGSWVSSSPSTQPDPEDNYAGVRLSRTADVYPFHQQSTLAWESASDESAPPTAGSPASE
GDDAGDEDGAAADGASGDGQRIPPEERILVFVKTLGLGNEESQSAAGTWRGGDSNGCGGGVAASPPTPKYLTHAALRASS
PLRSLFELAAAEHDTALAPQDLEAYVEDLPWVWQSAVVATDPEIYNAETAEPSGGSTAAVRGGASQNERFFACPPPSTSP
GGLNPSPGGGVAAVAAAAAAAAAAAAAAAGQREQGGGDVGVTLERAGLSSGTSICFFRAGDRPAVRRTYNAAVEGLVEEM
NMLLRGEGPLGRVHLIKMAEVVEICESLGYQGFRTRIAYDQQRHVNPRETLEYIAQGRQLAFICDSCGTQDFTGPRYHCL
ACPDYDLCHQCNAKKEPAPRHRYLFANGHWKREAGFQGHTDDHELEEIFTVPAERCNWRRTSWSHD              
>Ngad_03090                                                                     
FMRVESHNPSHVYYSVFAALPPMSKITGTRLYRQQMPHNHMDEGISRLPGNDESLAIIPIVKGRPRFPLMALQFTMDEDE
NSDENDVDGNLTRGRDWGDDKYEAISSNYMDGFQDGVACRALVIHPSKCNGNFLHKDYLAGGHCPRATMETLPQDTIKQI
LRFLPAPSLLVSEMVCRLWRDLASTDDAHWEDLCKRTYGLSPENFSPPPDPVKLLYMLTYSSLSEIKYGSSGTGSGRMGR
LGFLF                                                                           
>Aano_F0YR47                                                                    
MGNYLSRRSAEERLEARVAYLEAENASLRRAASRGDLRAPHHRPRLPSWDWEFRIPSDVLILCLSRVPFDDLGSVRACCG
RWHRIAREESFALERRQTGQDKGDSTRRSGFAESR                                             
>Aano_F0YLZ1                                                                    
MKVIIETWHKPLCLAPTLSSTRVSLTVEPTWKLVKLKRAVQALCRTRAGRTSLDPGRQVLSVKQEDEETGGLKRVVLEDD
ETTLLGFDVPDGAIVSLKVKAFEPKPVEDPPPWFLFLFSRGSRVPGAALSGGVEVVVVVIIARRQEADGDDIYWRGFATA
LCAVQRSLVCSLRRTPKEMVQTRRAKQTLRDKQGTTDVVSQLPHELALKILSFASADAVVAACGVAKHWRDLGGTDALWR
PLCHDLWRGKLNFEGRTRPLSAAVRDDAIVARGAPVARGAAARVAYDWDGADPWIGAHERLERLDWRASYRLSLLDAART
RIADDELARIPWFVCFGDAFVAPRLAASCQLSDAAMAQARATAGHTFARFSLDDAAPRTFFSEAEGYYTDSFYSHLPGDP
VEEFIAPGGVATWRRDKNDGIKLAKFASFHAPLEASRRADWGWRLANNYVLKESCDAGIVAREVWKSPEVPEEAQPSLVD
PRDNINYSPPSEPTWAPSPGVAVAY                                                       
>Aano_F0YGF5                                                                    
MKAFPLAFCIATCATALPPLRARRKVETARRAAGVAGGGAAPAPLRGYASLAVAGGAAPAPLRGYASLAGGMLVHLVLGT
LYCWGNFVSYVPPAMRRLDGAAAAPGSPGDALIAFPLTILVQCGTMPFGARAVERFGPRAATLGGGGLVALGVFLASFAT
TLRAFLACYSGLVGAGIALAYTAPLVAGWSWFPDARGFVNGAVLMGFGAGGFFFNLLGTRLANPGGVPASGGAFPDEVYA
NFPVMLRKLALVYGAVVAVGGSLVAPRPAAAAAAAAADRTPARAIVLSRNFGVLYAATVLCASAGLTSASVYKVFATTAG
HGDGFLSGVGAVGALCNGLGRLAWGALVDARGFRGPFLAMLLAQAAVTAAAPAAAAAGPRAFLATVAAAFFCLGGIFSMV
PSAVGLLFGRGDAARAYALLFNATRIAMGNYLSRRSAEERLEARVAYLEAENASLRRAASRGDLRAPHHRPRLPSWDWEF
RIPSDVLILCLSRVPFDDLGSVRACCGRWHRIAREASFALERRQTGQDKGDSTRRSGFAESRLVVGFNVANCGENCGDAC
DAPPPDRWWALTLARGGAGEVIRAEPLPPAPRRARAASHALVADPPVPGVALFGGEGAVGEANVPLRLDVARRRWTALAE
TAVDHLAYRAAGSVGGRLYLCGGLFFGGDASPRFEAGVQVLEGAGPALGAPGAWAELAPMPSPASGGHTAALGGLLYVFG
GYERLGSPMGAMLAFDPAAGTWARLPRVPASCVATAAAFGGELHVLAGDDDEDPDEEDNKATHHFIYDPGAAAWRQGDAL
PRDLTPRRNNNGLHSPAVLVALDDRLALITFQLPARDYRSLGLHTWTRRAAWARADATAFTSALDDAMPRRETPTMEHWS
SDLGRGRLFSASACYLG                                                               
>Ptri_XP_002178132                                                              
MSFLSNVSDDTLRNIFSFFLAEKLPMPDGTEAPNETRTVDSGSVLACMLVCKRWKNIVYSKDLWGLLTTVSTSSLKHQLF
LEDRNHGGLTLVGLVKQKILQASHGKYTYIAFHLGSQRNIELHIDSVSHEETVVQLLKECFVGRFIQGDSHEFSSLKGEE
LLVPVGFVSENFFFPGASSASIKKRFAWWYWVDKEGKSKRLSESLQIDTDRCFALMNQMSPLNFSAASEDSCIERVKHLL
RLEDKLGIPALHHRVRYRASVVDWIVEVASVFNLADKIIFLSMAYFDRSSNLFQVSDMQYHAGCCLYMAAKISAAKLTEQ
DIAMSSDCPNAKAGVYSAAAQELLLPMYRFDLALPTIYDFVTEYCHASGVIPGTKLYWMALYLSEHALQSAIQCRPSQIA
VAVLVLARYALGFSEVWPGALENVSPYELSDLNGCIIDLSVYCEEFSDSGNVEELAAISYKYLSSQRGMVRHVQIPSPIS
FSELIAPNECS                                                                     
>Ptri_XP_002183557                                                              
MFASGDHSRDAAKLLGDYGSVDSDTNANVDVAIDTNERSPHRHQKHHHPHHASLSSFDAPEIYRHGHPHPHYHHSETESA
TTSSDEPLDEGFVLFGITCPSLRRVALELSLYVNLIITLAKLVAYVQTLSLSVLAALLDSILDVVSQIILNYTEKHSSLQ
RSSAFYPAGASRLEPIGVLTCAALMGMASFEVLKQSFTALVYHGSHDNDLAPTVGAFVSMLVIVVVKLLLLVLCHRAANK
RVTYKGGNTAIGTAAAAIGDGAVITTTTMASKAVVQMADPTLEALSLDHWNDALSNLVAAVALLFTLRSPKFWFLDPLGA
ILISIYIIYSWYSTGFEQIQHLTGKAAPEDFIDEIMEIAKTFDERMEVDSLKAYHFGPKFLVELEMVMPKNTLLFESHDL
GMELQYEIEGLPEVERCFVHVDYETRPYDEHVVSKVPELREKYRPGSNVRLRSTQPARDGVTKNGAADYRATKPRFRVGR
MGARSLPLLVLFHYYYYYYYYYYYHHLQFTLLLLSPTLSVGTAARNADLIVRSGIDATVGLACRARLRREERATMLAATH
WERGTGACRVDTRRLSLWRGLGSKRVRCSCTRRPFHSVRKSGTRATETDFYRNLTLLCKIRTYSLIGAPLFPRRNVPKPV
RANLAGSAHKKGANRDGWRSTARSLRHRGIGGTDCGDPDTFQRLGTTVLALVIAVAVVVPVPVTPPVVTIGIARSVVGVV
VWIATVVIGIAGAVLLPLPATARGVLIALLVFAATVASVTFGRNLGVGFQRGDCVPIASHPFQAPQYRCHVRHCRPGTSS
RKTHTIRTSPGLPRSVRPNVRSPGTDTPRGPYRTSLRRPAQHLPIQSIWFRVSRDGARYGPGNRLPGTMRVLSSNVPFVW



YPTNHCSSLEPAVGSFQYCTVSCRLDRISAWPGLAKILSTLDSPNTFAFFHSLGTFFSLSVAHHSKFPFLPPLAPSLATN
HILLFCTIVPTYTHTPPSNTYVSVRIRDLFPINGSDRDSTGNGYRYVSVCNHDSPTPPLPSTTSLFRQRPRPASSTMEAS
RQSGKDPFAGANLEATFEVDEETDYGFPHHVGSFTDDEFPPRSDMKKRKRRSPMSSPPYVPYASMPLQPFYPPYNSTLGP
PQPPGYFPGNVASAAGNTYYGNTTDYYPPLPSNPGYLGPPGHTAWNSPVPKEYSPHRPTALDDTLHAADHELTPEKDQQT
RPVFRSPMLRDSKYKRSPLGSPLDQYGSFGMVDTPRATLEDAFSPLGPSFENDLGLSRAERFRGCLELSRSGSSGEFETH
PTPQSTAYRPPEPSPFSRLVNEFSPSRGRRGLQGVSRTPVRSAVSDRYAPSHSSRPLAPSMAASMPKAVPRSSIQASPMA
PQSGAKPLKLYQGSPAEQQPSTVRMKLDGRGLHSTQRTLNDINSMMRSGSMDRAGVTPYGQSARSPYAHAGMPYHPSYAN
MVPETSAVKAPRTAHSIRPSPMGSHYGPPPPSSSTSRPSRFPSSIVKTPLAVPGKENPNGITPMSTPRNRCNCKKSQCLK
LYCECFSAEVMCEGCNCTDCRNLPAFAAVRAKAMTDCLNKNAHAFKPRIAAAPGAADLQGHSMGCKCKKSECLKKYCECF
QAGVLCGLKCKCESCKNIAGSQKLIDKRRQMKDTSGAEFAMRVSQEAWKTGSHTKGGLPGQHVPAPPPAMNRNIRPAAAS
HHSGGTLAPHPQMPMGYSMGMHMPPFAAMYPGAYHVPPPMHQRLPSPPTVAVAPSAPETVIREATKPEASMITPGDTPRI
AALRITFDIEHSRKKRVMNAADEETVAYFGSLPRQPKTTALAIFSYLSNTDVYQCALVSKLWKNLAFDEDLWQFPKSSEK
AEPTRDNALTAV                                                                    
>Ptri_XP_002182191                                                              
MPQTVRKELLSSSMSRSWDQECLIGNNLALLNSDTDDDIATPLYLYETMEPNIHPRTDPQAKANALDNKDASIGFLGHAN
LPDLPTDVLALVLSHLELLEIAAVSLVSRATYQACRDSVVWKVLLEFRWNVGQGRVSPALLEEDENSSPTTRSMDYYRAY
QNAHRNPHTLWIRHRNIVYPGDGLTPGRCCIDSSSCQKHASEADRPRRQGSNNRSKIRLCPHCRARQEAHESHHDEKMDT
IETPAQAMAAATRRMHQKFQSSTMWPSVAAASVLVDASKSETDAQALMKQQRRMQQKAFAQAATFHRKLRTTQFESCQLS
FLTDLLFFNLTDPATSEGQWELDQLLREALSTTSQTTNIPNQRHRRPHHHLTSPLHETSNHSWHVVQLTNSDFFRPIAFQ
VYIARPDCFTCYPSAGYLEPGESVSCVIGVRPLGSALAYAFEGLNVAREGLEPAWADLYTAQAHLPLAPLSFRYQFVATV
PQRWVSPAHDGDIDNDLAAYRRQANSLYPSDPYATPTERTLDHHGCKSWEAHKVRTVALSAHVHAHYSFQDFLYATGFRS
SRFVSITRTNFVAPQLQERFPEIFNRLANSDGSQRRSWKATSSDLLDTFSTLVSKNTERPCSLCNRPWGLRAEELYHALV
LSKLTSSSYQFRRDMQLKNLQRCLRVLATNTAKNCLNVRLSKLFVSLFTILQAYKASPWLSLKHKKVLIIWEITLDIFCR
QIPVGGANWVPWRFAGIYRHALCTESVHSGPNLLDGANNFEKSEIKEEPDYLDAFRHLAHSPGRYCLGPQEDPNHLDEAI
VINSSKYGRRQKGMITDMFMDDPVSTFQAGICMINDPRSLLVHGIFDRIPYPGSIVRRPHWMPLELYIERIEYDDHATNL
NVSAGAHLLSSKERTAYFRLQNGMDINSMVGVDPSLRQIAAVSILSHLSMQNYLHNIPPPGVGRFPLSKRASVGQRATTE
GAALDIEPLLFHANQQHLEGSSTTVNTTTGQQQALPHATFAVPRRNLPRPPNPRGPRLVQLLWILAAQMGLAVVDTSGDS
SVYVDRKILIATQWISISLMIVPLFLTLFSRFLQLIPTQPVDYNLESLPFHVTNKMRFLTEYECGQLAFGLILAWLVLGR
WVERYTSRDFLRMIMSPGSITSPQLHRHRWKVFSDWLGLTLSKWWDAICPVFLQSRAFSPEWNRRSRSGMLQHLSYWRSR
NLAEQRSYAHASQRAALFGLQQSGLEDFGKVSPSGKIAWGIGVTLVSFASSSPHFWLNLVTIFSCSLSLGMTVSLYAMEH
GRVAVTVASGTTSATSSLSQIPVLTVVMLGFLVGQLVGSSGGTLFLAEFVVTAVSLLLGGAGTVSASAMESWICFLCLAS
TAFGGYLLGRVALMDNIRNKQSGYSSMLLSKAILLLVVFWVLILFVARWDVPVSLVIVRPRLRTDDNVAVSRAQIAKHLQ
>Ptri_XP_002178862                                                              
MPSRNTWQKRVEIIEARKKESKQRKQKCEEKRAYKTWMQGFLATLDRHQDTLRKHFCSGPCVLQIWSTALPSDAPPLLDL
FADEESGRTPHHSVYNSSLNRRRARSISIEHQEAVILPSARKGRDRSNSLNDKSSGRRKSHPRSRDSIGSPLNTDQPPVA
DIPALCRPHFFSGKCEDLGCPNWHFSKGQKTLASVLGSKPGSDLAAAEAAVVEQIPKAVEMINPGTMEILYNSSVSVDFT
SQEYGMSEVIAETLMKNDILLTNVVYVVLNDVLVFDRYREGEILSERKFLMETVGEGSLGRSRRSLGSEDDSDDENFLFN
LPGSILEHLLTYLPDASVATASQVCKGWYHEIGKNPSPNLWLHLLERRRWPVPPISSLQIHEGKSLDLALQSISYRTAFL
HHYAVLRDTSALKAAVDAIGRRQSAEESEMCFQDFSKRKHAPPRPNYCVAVKVWSVNRILVAYSPECSLRLFESVNLLEN
SEKRCKELAYQCIDPCRKTKRRSCSLVAMDLDEDFIGCLCYVMADGIDAEASLLVLTSRDEFLFCESSAAAFHKDDSNFH
VVDIGEAVLNYLLSLGDVDYRLLQLMDHLADNDNPRDIEVLASQSMVACGHGRFMVEVSIYIPVDEWDANGEGTMPFDRK
LVLFSAGVGAIVWMGDSTPLNQQPRPRDEEMILHCYRPPGSRSACTLAVASPSSRSIVVTEIEARGDVQAPVLVPESLIA
PFDVVQSGWRFEQCSYRAIAMTNAFIVAADSVEQIGQNGHVMDYQSIISFYPRYPTSENKGITGTLTLHGKLKVTSFVAV
RDEHLIAICIGGTRDIEEVVTPAEVAIPPQDFGGHWERRNIAVLVSIHVPSRTELCRTTLAIGAHLQYQPPIIACLGETI
GLGLSYAGVVMTGNAVRGLASKVAIVLDEPGTATKKKKRSSARKKSAKKDRYARGITMRG                    
>Ptri_XP_002178467                                                              
MSATEALVPAVITAHTDGSAEESNELWFREEERWELTWPIWHMLPRHERKALAQQHGYSTIGEFEEFMTLQRAVGDSNDT
PRSRPDENNLIPSSERSSQGKKKIRGRTEDKDADGNSSSDEKLEKKIECELASAAGHLSIEELLDVGGQILMIPDDILHK
VFEWLPVDAYGTLSLVSPHWKAFTRTEAVYKRLCERLYLNQSKRRALHVSRFGNSYRAMLELRPRVRAGGGIYVLKFARV
KKIQRDMWTEIPVGAVLETVYYRYLYFQEDGRVLYALTAASPHEMFRRFLKVCLTRQPDKAAVWGTYEVSKSTVTINARQ
AWQYVRLEVSIQPESVHGRNGLLRFDRHMASSIGDFDDWSRDRTVFEVPSEPFRFVKDRRL                   
>Tpse_XP_002292576                                                              
MRENALPKHVQRSLSLCDDVVACRHFVLTQWQSTSPFLSTTTMTSSFDALPPEVLRSILSYMDISSLAKLSMTQKPSILQ
DGESEGAANLPALASDDTTWYTLIQRRFGIGCNHRRSRRGSSKCGVEDGVVLVQRHSSSSFSYGDVLLATTTSVTNNSSS
SNNRKRRPTTYGGSTWKDAYCSLSSTMRIPETSLTSGATSGSGSGGAVFASPRRGRRSSKQKEAADYLGVWCLVNHAENC
RVKTVESLYRRRGRGSAQPLIISNNVNCPSSISGSVNSYNPNKHYLEIKLCLQNTKSGYGSISIPSIRDLTVASLEEEEY
FEAWGWDKWTNEYESTFEIVQSGVWGPKLLLRRQFSEEDGDGVHSLNDSHSSNILSNNKEIVLRPFETVVLSIHISCPSD
MVYETDVLSTLSCIRVPVFAREGWQCTATKKASNLAVAEFLDEDLIWDYYVQLPGGCMSLIDRSQLVPM           
>Tpse_XP_002292497                                                              
RHRGLGALAILNDEQLLSILSYIDGSTLGNGLVVSSRFLYVAGHHEELWRDLVLRRWGDSGFDQSQSKSAQPPMLHTPIS
ISGIYSDTFFRSWLCRSFALQPSWLSTHTVATVSHSDLTTPKFIKEYEETNTPLLIKGASSNWPALQKWKDTNYLLKVTD
GKSFRATSGAAPLPAQFTLSNYINYCDSSTEEAPLYLFDRTFCAKCPQLLEDFDEGMKESCPFWSRGNEEAGHDLFSVLG



EERRPDYQWLIVGPKRSGSSFHIDPNCTHAWNAPIIGRKRWIFYPPGVTPPGVYPSPNGDDVCMPISLGEWFLTFWDQHA
ERRKDPDVSKRPLECTAYPGDVLFVPHGWWHLVLNIGDDDDSGLNDRGISVALTRNYVS                     
>Tpse_XP_002292136                                                              
MEGDADGSTKHISSVRHHSLPEMERAFNQCLHNETNSDLADDETYDWVTNWRPLTKAVQWNELLDEYDAAHSEQQQSGRG
SSRSASKITGLKEVLQSLMCAVNSRDGLSKKLESPQLLARLQLVLFNVLMGRSLRSESDATTTVKSSPADRCMLHFIGNQ
LPSLFANEYSSTYAKDPTSQLFDHSHRLDFLKVVSLDVSDATKEMWVDIIQQYTALIYSEIQLLFANTTPATLNSTHHRA
LIAKTRRCVEFLYDLSAGVNANGLSINCISTVEVATNAILRILCALDDTDVSNLRIMNSQSGGKMRETQRSNLQSTQKSK
RRRKINKVRSSDIIQALHEAPDISEGDDDHDDTNESEERLCLGNADRRKRARRLQLQSCSTMQISLKQVLNASEDRRDEV
HDYEASCTTFNVISSLTLEAALLRRDLYQILVKLDTFAIRTSTRNDKTALKKLSSSLIRRFMSHHRSPSARLSVVLSVDY
LREFHLGGDFCSYRLILEDLLSTYHATAGVKSVPALFYAEIVSECSIYASPTRLLESLSRLMEMALNIVELDDTPSTEPL
LQAIRKIMVRRQHALSELHDNTLCSRSRSLSVELRRYKRLVQRMAVTFDERSRWILASMSLDDKMKSTAILQAEGVLSLF
CGGESDEEGDDLGSPHPSESVNCLHLCSIRSAHDRLGRLDGFNKILSHPSSYATRTPPPFSKALLVEVASSTLDSEPSPF
LDIDNDTLHSILSFLGYRSLLRVSRCCKLWRQAASLNDLWNDLYFAKFQACFEDEFCAAICFFGNADRLEYAKACTSYDW
KHIFKSKYILEKKITKANANATKTWRIRSCNIIGCTMILRSSRHAKTHRCKHEKDSKAQKRKLNSLKALKTSIMELRNNT
DNYAFLEQAEPPKQQQSVIERGTSSDEMLSWLIFPFLDAKDLLKPVCKLWSMKAEDDKLWQPLYRHHFGEPITKFMISPS
TMSWKEHFVCRAKRTITTSTEKNSFGWTARLCPILGCCYSVFRTVLDYDIHLLMHEERYCKSRLKELKKKAK        
>Tpse_XP_002296077                                                              
MSPQGRLKGADPPMPAIPENNRPSRLDTNDDDDDTEDREEQGLFELDNDNTNVTIPSTENDLRNTTNTQADNANQVDPGP
FYVQSSVGDKWELTWPIWHMLPRDERRAIATKHGMKSIGEFEEYMSLTRAVDESEVVVGGQKSGVMSTHSVEVFRDVDEV
EDLTSRMEGVSVRESAGVAGATAEWHPPFIEDIAEGDDDSSVSSSEDDNKPTTNEQPQPEEVDLEIHLEHIKLGGLPCGL
PDEILHKCFSFLPVDDYSPLALVSPHWSRFTRCESLYKTLCERVYLNQSKRKTLHVSRFGNSYRRMLESRPRIRTGGGLY
VLKYQEVRKIQRDMWTEIPVGAILESVYYRYLYFFEDGRVMYALTHATPVEMIPRFSRMLLHGYGSKDKWGVWGRYQIRK
DEVRVWVSQEWHDVCFQLRVIPSNKFLHYDNGDRGMFTTIALEKHMSSISGNFDEDESRDLVQYDIPMHCYFRFLRDRRL
>Tpse_XP_002295279                                                              
MEASTETTRRRDNPIQITSQRRPFEAIESSNSSGSLSVFRRMLSSPTKKRRSGEGSGDAVATAGGVGSFVRVSGMFRASS
SASEDIEAVTSSSSNEFDYSFETEESMDTSDDGNNMTKHPFSVLSPNCGKTSANSAASVKPHFITAAYNAMDVDGQDVLE
WMKVDAPPDVLPKILSFCGARQMDALSKVNKAWNAIVKNDSVWRVLCEDTQKVCTLEVE                     
>Pinf_XP_002906799                                                              
MVASAQSLSPKKRQWLGSLSPSTSKSSRRVKQHPRLLQCRVSEGSAGETDCESLDPDDDVDMDDANNEPNMFSIDIQALP
DELLALAFAMLDGHSLLACASTSRAFRSLTFDRGVWRRLCIKNWPTLRTRLLPQLPGAPDYDLVRLYGGCWRRCFVERHA
NEQRAEISVKVPQFSDVEAMRDMEKVVSDTFSIGAHRFCLWVFPTGNPNEAQYKGRVLSVYLVLTDLSRRAPDWLTCAVF
SLQVQNSLDPRRQLEWHSCLTDNKFHTHLNNWGVHSLGSLNMLRDPQQGFLTSSTGDQTQLDTLTLSAQVRLMSITFRVV
FEHDLRNHHQLGLVELSKVAELELPFCCSLRDLLVALHDQFSEVLGEYSEEDTATNKTRVWCFNQPVVSGQALRPRKLLT
CEKSQQDRPLFGHLLCDGVDIDAYSFCQIYVENDAAMDDLSLKFRSGELEIANDSLETPEGYVFVKILQPAPVNRLEYVG
KVRVYGVSSPETADLQASEKLAPSVLYEAVARRTGWSCTQLEMYREEIAPIAVSELIPYHTSATKAGFKSADILIFCVKP
QAQQECSLRSLVDPVYDLLLERYAEARELFKPNRLVPPTLEQVENLAEKLDIPKFRVRSAFRKCHEDALATLRYIMEGRH
LGFICDSCGETDFTGARYNCAVCSDYDLCASCNAAQSCDVSHRYANVDGKWQRVYNFKDHKSLHGMRRMLPVFYGYDGKF
QSQQPPAESC                                                                      
>Pinf_XP_002903121                                                              
MQRPRHLNVLQLLLDFGWSIDVRNDALETPLHLACFDGHVHLAELLLDRGADINAQTRDGETPLFYAARKGQYRTVRLLV
RRECDLGARNCYGDVAEEEARGAKTLADDVGEYVLSQRLRERVLSFLDLKSLGYASQVSYRWHRAADNSSLWKGLGVSRW
GLLLSATMGVGTVPQMAMLGSTTSNLFRLNISKTVSRHPFSCDKAILGRNMPLTAKAKERPRNREPLRPRTANVAGT   
>Pinf_XP_002901650                                                              
MDAQSSANRASSSSDSTPSKKRRATSGASNQGLGVAVPARTEPHRKRSGLPLLLCTPGAENPILAALGGTPRSQAAVVDG
LPEPEPLDLSQCSAATSMDSMREEKMETHVKEEKKERDAIVKEEKVNAMDLNQEHKPHVKTEKSETKYRVDAAPFVGKRK
REDASEEDKTTDFVAYAREHIHSQEAGEEGFSIDPSERAVEHRASKVVRREILITSPAANDDEEWEGNGPLEVKMEEVEA
VLTPSEHFDLQPIDIILHVFSFLVTAKDLQNMAQVSKKWKELTSRRSLYRSLASVTPEGSVNWINFKNLGIKNKGTEGTC
IKCCQRSSGKILAMKKARVFPKGEGVPYYMLRELAVLKGIKHDHIASLELISLAKDELHVFFPYVDKTLHEIINPSGDPN
GGRVLPEAVIRKLLHQLLDAIAYCHRRGVLHRNLKPKHLLIKTSDTDDLSDATLQISDFALVRATGIPRRTYTMEVVTLW
YRPPEILMGVRGYSSAVDIWSVGCIFAEMAQGKPLFTGISEIDQLFQIFSKLSTPTSETWPGFSSLPNYHFEFPHWKRRP
LNRLFPGISDLGIDLLTKLLVYNPDQRITAEDALRHPYFSSEAPSFLPLTPKIPMDQMCYTMSRARIGPTPEHVELFHAY
LRQTELDSWREIKYLSRQKTLRPAHRSMLVDWLIEVVDVFEMCLRTAFLAVNYTDRYLDIVMVKKTQFQLLGATCLHVAS
KCEDVSYIGVEDLAMCADNVYTSVEVLEMEEKLLNTLNFSLSVPTALDFLNIYERMIPPIQKKTSMLAHYLLELALQEYQ
FLKYLPSVVAACCLSMAMYTMDGFPMTKELVDACRYNWSDLKKCMGELQTLYSNSPSNNLAVIKKRYSKAERCQVANVLP
PTTFSMAF                                                                        
>Pinf_XP_002901649                                                              
MDAQSSANRASSSSDSTPSKKRRATSGASNQGLGVAVPARTEPHRKRSGLPLLLCTPGAENPILAALGGTPRSQAAVVDG
LPEPEPLDLSQCSAATSMDSMREEKMETHVKEEKKERDAIVKEEKVNAMDLNQEHKPHVKTEKSETKYRVDAAPFVGKRK
REDASEEDKTTDFVAYAREHIHSQEAGEEGFSIDPSERAVEHRASKVVRREILITSPAANDDEEWEGNGPLEVKMEEVEA
VPTPSEHFDLQPIDIILHVFSFLVTAKDLQNMAQVSKKWKELTSRRSLYRSLASVTPEGSVNWINFKNLGIKNKGTEGTC
IKCCQRSSGKILAMKKARVFPKGEGVPYYMLRELAVLKGIKHDHIASLELISLAKDELHVFFPYVDKTLHEIINPSGDPN
GGRVLPEAVIRKLLHQLLDAIAYCHRRGVLHRNLKPKHLLIKTSDTDDLSDATLQISDFALVRATGIPRRTYTMEVVTLW



YRPPEILMGVRGYSSAVDIWSVGCIFAEMAQGKPLFTGISEIDQLFQIFSKLSTPTSETWPGFSSLPNYHFEFPHWKRRP
LNRLFPGISDLGIDLLTKLLVYNPDQRITAEDALRHPYFSSEAPSFLPLTPKIPMDQMCYTMSRARIGPTPEHVELFHAY
LRQTELDSWREIKYLSRQKTLRPAHRSMLVDWLIEVVDVFEMCLRTAFLAVNYTDRYLDIVMVKKTQFQLLGATCLHVAS
KCEDVSYIGVEDLAMCADNVYTSVEVLEMEEKLLNTLNFSLSVPTALDFLNIYERMIPPIQKKTSMLAHYLLELALQEYQ
FLKYLPSVVAACCLSMAMYTMDGFPMTKELVDACQYNWSDLKKCMGELQTLYSNSPSNNLAVIKKRYSKAERCQVANVLP
PTTFSMAF                                                                        
>Pinf_XP_002909023                                                              
MNLSTSRAIILHPLVAPVGGALSPNSRAVAEWLRSLSPCDVPNVDKRPLSLLDFTCDENVHVVLSFLDGPSLCSARSVCR
SWRHLSNDDALWLELCLHEFHVSPEQLKSQPESYQKLYQFACRSLKTLLRDYLHEQCLTNLQNSLRIPRAAAMTLIASRS
SV                                                                              
>Pinf_XP_002907396                                                              
MSSAAVSTGNRVAQIIVITAVISVLYQLFTRPAVVLTPSPPSTASPLVSGYRKGEDSRRFTSSEITGFLLFLGLFGLLQH
KKQQDKKADSEAEQKLIARLVLNQRNSLKNGVSKTSGTPVTNLPHDILHELLLFLSPKDLATCPMVCKAWELNIGDTVET
LWRRVFQRDFHEPGDRFAQVFSIESWRQFYFQHHLSRAVELTRLLGITDNRKCVAIEGQVYDVTDFLDLHPGGPHVIEDA
VGTDATAIWDQFRHSDEAKESMQQFLVYDHVLARPESEKLRGNLEAVLTRWRKISWALSQSHCFGRMAPQLTNAVFRFHL
RGVTSKKHD                                                                       
>Pinf_XP_002907186                                                              
MLQQRQCRDKLRVLKQVRERIEFYPLRPIDGDSPTSYSMKISTNMIFSSQNVGIDALGGLKMLLFAFFSPHELLHVSSVC
RAWRSLARDDLFWEPLLFTTVEKYPLRPLLGLERDSTHSHKDVPAILVYMVYQKLKIAQTAYKPECSDDGSVTHTTTTTP
APTRYNGRFLQLFQTFNQQHGAGAADDEDVYSVADGRDRMTLNGWLSTKRRVSERTLRSYLRQMLLAVDALEKSNCEHAD
ISPVNIVYCRRRTPVFQLFLSRRNCQHAPEVGGNDNGVPIAAAFRHRLALPQISMVSSVIHTAMTVWACGRFVDANTSTD
LALLLRYPESFSSHLRSFLEYATYLIITHSANASKLLRHEYLRCSEADLDCNLPPHWSTTPIRDVNEYKSKLVAYYGSLP
SRVDGLLDDNSNSISPQVIDELMPRTNLGLQYFSSALEENKLRSERFVSVVAPSTASSSWVRTLASTQSCTLQRLDLSRA
RVPTSVLLRELATLPRLTHLRLPRQILRDENLEHLVAALAYAKFLPQLRGLDENVRYAMDRLEKSYLMQLDMVTFLLQKP
SANTTPGGV                                                                       
>Pinf_XP_002906117                                                              
MSRSQSLGVLALEVSLVLTAWLALARGGLSPRVHDVIGGTLLVSSAGACYLSICHVLRRLPGTKRVSELLLDRSNPRSWP
HEKRRLFLEVCTWMASVLSLDFLAASLHLLETRLDPQQMRGIGGMVWLKVALSYVCVGYIISDTGSKLHSYVFGQDVDEE
MQQFQSVDQLVFNYLLITLVGASLILASELLLLCAPTRRAGIVLQGRIVGARKNWERHPLRSLVEVTGTFGATTLYYSTT
KDMLLSLQLGTCCGVLLILSGELLASASRPRFVGPPSPQAAVEMPADHWVKLIPVVVMMLYFLFQVYAAIVRAANVPSSS
LTLMLSFIAVAATTLTLLALSGRKPSLRELTRTARRLAARFCVGLITLIARKVSYGLPGVLFSCGLSAFCIAFSRECWDD
IEVNDGAQLQEISDTLQSWSDRALSFVKERYPHLYKRVKWTFVGIMVVSTLDMCSTFFAVINQDRLSLSLSQYSAINVVM
SASVGYLTSPAPYELHPAALLDTGVKQLKNKWVVFPLHMFVETLVFVGVFVGTFAASSTVFSSLTLAALSGIVVSVGGHW
VCSRLELTVGTHMRMQLTATCALLFCLFLITYASMVSLLSIYHYFDSIEAAFCLASFAGIFFLAASELFLMWEPTREVGL
LLQRRVTNAKENWQLEPLRSFLELFTWFAVICGSFALYDDLVLALQLGTFSGIAVTLSGEYFRKNRSKLIPWGQGLLADE
ESNRARPLPIMLLFAYIGSGTFQWIFENMRSLEVTVLLATIAGIAFLCFADMLVLFKPTRWAGVILQDRFINVNQNWREY
PVRSFVEFGCFMGVIYGSYAIYHDLVVAVQVGILSGMLVTLGGEQLRNCARAMPLNEADRHEAEKTQILPLPVMSLLGLV
GAVAFNIIYTHLRSIEVAFVLATTSGVIFALVGDMFVIWKPTRKVGMILQERILYFRANFATHTRRSWMEVASLCSGWYL
SYDFLWPGDLLIAIQFGTTTGITACVCGELTVEYVAEAERRLVAGVSARLAQDPQRDSTFLNLPYEVQFEVAHFLTAEDL
LVARATCHKINNMLKAESARFWLHASLRRTIRDHRERSRAHNISHRMGNRARSLVCEAITLVLPKIVGARDPAQVLTSSN
EVNRALKWVYLNAVWIRKQSLPQLINEGEVNDSALVSLTAGDVAFDVFRHMPDKSSLGITITRNEDFAIERVEVPRGVYD
MIQRDPFSFVAAETLSTLEVFSNWHLTVVAFVTMTLIFIGQFSSDLLRAYVLPASFTWWGVR                  
>Pinf_XP_002900751                                                              
MTRRAKERRMERVHAKLRQQEEKLLRDQRLSSRPAWIQLLAAIDGPSPNSSSSLHVSSSDSDSPKQKPPIVDELQWKSSQ
VPIAASGGFQLPIKLDARKGELHYSFSTRDYDVNFGVQMICADGSLIELLDTRRYESQKQQVEGQLSLTGPGMVLLLWDN
SFSWVNTKQLAYHVELKQETLPVSEAEKTQLALKARLEREQKLLQVEGEYDGLETQVQTEAQTIEFLRHQIEELQLQLRQ
HEEEREVINKKKDQVGEHIEELCWELQALSWRCLDQAALHRILDYLEEKDLIAWSLTSKKWYELGRTYRSKRDTAEANGQ
SST                                                                             
>Pinf_XP_002898448                                                              
MANARLKQARRRASSRTPNAAQPVVHPPAQTPAASSLAQGASTRQDEQIADAQSEQVALQSALLERKSVLEGEIQDLTLG
KTMHKEPEPGCDPSGRHVARYHRDYLLQEMEWMAADFSQERKWRLRNAKMLSQALVSHLDRQEQRLARQKKSEEIARRRT
AARVGRDVKKFWTKIDKIIAFKVKLQADELRQKHMQKHLVQLVEQTEKYATALAASFQEAEEADDEEKAMESEDSDADFE
MVDEEEDDEMTIEAEESRSGPLSKRQSAVEVATLQEEAEMSIEELRARYAAVEEMDEAGDSSEDGEFELTEEEDDDETTI
AAEEQRNGPVSRRQAAAEMAELQEENELSIEELRARYAEALQADGETVAEQDEIMEVENTDDVGDRDFVPTRRDEEEQAD
DETTMEEEERLEGGVSPSQKAEELRLLEEEGEMSIEQLRARYAAASDEEAGSSQDNESDDAVDKQQEHPATDETMAEEAE
TQTCDTTSTLARKNGYKRPYLLTSRLDLREYQEAGVNWLVSMCERRINGILADEMGLGKTIQTISLLAHLACAQGLWGPH
LIVVPTSCLVNWEMEFKRWCPAFKVLTYFGSAKRRKELRQGWSKQNAFQVCITSYQLVVQDAHCFKRKKWYYLILDEAHN
IKNWKSLRWQTLLTFSSQRRLLLTGTPLQNNLLELWALMHFLMPHVFASRKEFSYWFQNPLALMVENGSDPTQSGDNGVE
GGKDLVTQLHGIIRPFVLRRLKKDVAKQLPGKFEHVINCQLSKRQRFLYEDFISRSSTRRAMFGRGKGRGANFMSMMNVL
MQLRKVCNHPDLFEPRPIASPLDMASLLVHAPSRCGFLVDEIVNERPRVALWTEVNLPGLELQCRDKLSSTRRRELFFYD
VSAPLPEDSVAIVPSAYGDKRDVVRRIMKLAAKRREYWEQKRESVAQLQKIHVGLYLDEPVFGDALIRACTMPTFISAAM
EVHMHRARPFLDAREPTQALQGMVRDPEERLESLQSLVNKSVCYVPKARARPARVIYGGGGFAYDDNFVLSRRAQLEEME



EEHAHPVASRVLTPYYNSFKRTQLFFPDKALVQFDCGKLQQLAVLLRTLKRGGHRCLIFTQMSSMLNILEAFLNLHGHTY
FRLDGATKVDKRQMLMERFNRDEKIFCFILSTRSGGLGINLTGADAVIFYDSDWNPAMDAQAQDRAHRIGQTRDVHIYRL
VSEHTVEENILRKAQQKRHLDFLVMSEGQFTTDFFSKASLRELMMSTGEEPDDVESESEDEDAEEDLDDDKEVSFDTVES
AMAQLEDEEDVVAMKGARAEYLQELNEFDDDAARVASAGDAMSSKPSTPSSVVSGSTAASERGDEEDDEFGNEEDTADET
GRRASRRDLATPDGSEHESMDDDEDHKKTPQSSRKRPRRSSTDRRKTPKRVKLSESHDQHGNNGEKAREKARDAAEEQKL
QAWKASVQSLQGFEDSLNPVDRYALHFREDVDPLYAYSPAQQAAALAGVDVNPTAPTLLEDIEQTEAEKREEEVRLIAEG
ELVVGQMDDNEEASAEQTAERYTELYRRERAHVLFESRKRLLTGAAWSLMKCVISGQPFYFNADTREATWECPPVWIRNE
QLKSAHKRGYEGLPPPALHRVMSMLTPYPERYRAQMVCRSWHTAAQHQSLYFKVSASDFESGSPTSLAKVLANVATGDTV
LFGAGVYQLDETLEINKRLRLLAAPDARVELQMHSCRAQLRWSARGGVICGFHLTRTSSIPDAAAREIKPSSDAKEGMSA
VKESRRVLRKRNKKLANWQHLLSVVGDGQLRVQYCEFDGNGLGNACVCVWGRGEKKKKGKKRRRAGSSASSAQTSKPGTP
VVGPSPASTPAATPRAVTAVTPTIPVKPSASAATPVTTPSVAAAVNTSQCAVPSTSQSVVTSASTTSAAQVAKPVSVPPV
STLASATTPAPVSTITRIVAPTAPRPVNIAPKAMTPMSTGGTVTPRVTTPGATTPRPATTTIPAADTLLVLQNCRIRGAG
SSGVLLVRGSLVMTLTTVEGNAHSGVTVLGGQALIRRNKIQRNARFGLRLLYHAGNVIVEDNVVFGNACGNLDVDNSGRR
FVVRLNDMDKGKKTYDKLPHSHGKLRLKTYHVLEKEVPRPVPKPAPTLTSATSEYWKRQLTGTGATTTTATPVRPVISAN
NMMAARLPMGFMRPVMFPQAPNALHVSHLPLAFASLGAKPTIPSVTLNRSTTSAQLPTTAANLQRTLSAPGAASRPVIIP
GTSSVSSTTATTVATPSGMSVLKYQRKRRPKTQQVVVGGREIVLRDTCEKPVEKIVKPRRPKDPQTPVPTSATMQHMTSP
SALQLKFAPGSTAAAVAAAMNAMMSNSVKLQAAAATSKTQVQTVAATTPAIPAVPTTTMSTVTPRPVVTTTPSLQTVNTP
SAATQTKSPVAPAAPTASTPTAAPITCTKTGTPQSTVGSLMTAKAGNLSTTASKLAVSGPSTDSVNDSTKPGEKRTLESA
GIATKEESSVGLDGQPDKKVSKI                                                         
>Tgon_XP_002371791                                                              
MDDDEKLDGGADSSSPACLPTAIVFHVASFLTPNDVCSMGATCRKWREVCCSDLQPLWREFVSKKFGRKYENYVTFTGDS
DWRCLYLKISAFISNLRRGNAKVKYYPALLEPPLSDSYEGCLAMTTDCSRLLWENGRVLQCVDVEQGKELWRVSVSNRKS
GASRPSVVVGKSKVFLHLEQQVHVYELSSGAFVSLLSIPPDTDASLAPLGCTETTGNNMPLDVSLRNMHFTFLTKRTLFV
FHSESLQLLYKVQHRELTPLIDTVEGIDFCWAGNQCCAGPDGTECHECSANGLMLRPQCQQICRHIVTWLVKRSRSIKIW
DIRDGSNVYCLRGHDAPVQKVRHVMNWRDLADYFLASLDTEGSVRIWGSHDKHFFCLHELKPDVSRGTVFRMSFSTTHLM
TMSKEAAGGDVLITVWKFNQAPANALLRIAHRSLAKKAHAMASGENGTDKTNWNAPIMPRTRRWSKQTVDNTTDREHVGA
ATQHALPSSFSHFSQAHRDSRIEENGTSRSTRDSHIRCGLGPSLPAEADTDEAGRTENTEREGCRERVPRSGEGKTEEHL
REKQCNFYRKRISSSCRDGGRHQTETQPSGGSAGRDTHNWLFECGTSANMPAHGERPARDSIAGTANKTFSSPGQI    
>Pfal_C6KT37_C6KT37                                                             
MGNTISERKQRQFVLYKDIKNKIKKRNHLDIKNNLYISNLHEKKLITYNDEIFELYETYEEDGQKKEYMSDTENKKNYDI
KINFKNDKKKNISLNKCDNQYDKQYDKHYYEKDIYEYNKMNTNSVKEKKNDKMFFEFDYGSFYNVEERSSTFEKDQKKPK
NYSNIYEENKITKKKYELDKDSLDIKKKHINNLNYENEKKTEKKNSKSTMLKKKKKNSKSDNVDINNMVQNKTVIYNDNE
KKIYTINDKDYNKMDQLNMQKNNNDNNNIIHNSSTYKSVHLRNISDYKCKIKCNNNIQNEHKHYIYNNEDTNNENKSVKK
FFMLIKNNKNILQNILSFLNCSDLLNFQKTCSTTYICISDFLDYICLHIYSKFKNKYDNYFEPFNYFYKYEYLYTDNPSC
RLDCILIAKMNKECIGYNNRFGYKYKYLYDKKKTSYYVYFNFNVLKCYNPRIIEIYKDISYNNGDDINVSHIVNNDVCSN
DYICIPINLFNFIGTVAFDSIRFIQNKLSKYITYNNQLDDQLWYNKEEYKILRKENKLITPETFFPHLKHISTIYSGIDV
TVMKSTYKAVEPGNLGKRSYSLWGNYFIIENKLDPVFIFLKREGLQHDYIYQNYYLRVGDSIVFYLIKGGNDI       
>Ptet_A0CFM3_A0CFM3                                                             
MFKNLPRHIVLDILQYLSIQDILRMRRVSRQLWMIIQAHYQMCLFQCGSQIDLSKYKVKGVMLQIVAKDSGVSKHKPMQN
YLMKLCSGRIELSYYDSAYQKVGSDEIVYVVQKGKEKEIIRNLEIVGVSPSSISVYPNSSSCKILSILCMILYV      
>Tthe_XP_001026170                                                              
MVQRQIDQFFKKSTPQKGCAPSPFKKSQESQDVHSQDSNLSLQHVHTPNSSQRLLFHDSTSSNPNKRTYSQLLQQSPESI
QSENSLLNYFSVQKIKHSKANTLISQNNEDICQETQSSILDLLKNKKQKLNEDSNSVFTYLRQDKLEDSRLLFSQLNSLK
NIDKFAEYQPKWTLPINIMLKILSFLEMKDLFITMQVNRNWKYSSQKCLKNYHLYFQEFSINNLTKTHFNYLKNNSELIH
IKYITQLFKKQKIDSLFEIFKFSFKLSQDYNQDKSDKMFETIIIQADSNRLKYVSVKTLKKMLEKSRNSIKILCIKNLDL
PKEVYQYIHNCRELEELYLQNNYEIDDSIVQGISSRCKKLKILQLSYCPLIEDQSIDCISSISNLQRLDLSNNHNLKFQN
ISKLQNNKNLISLSLKNTKINNQCLESLLNSLQKSQQINILNFIILNQFLEINDLLEKNEGILRLNVTTNCNSERVQMKL
LQNKLNMIFKNIESGIRRSQQSVFNMLKAYKNNKINYFIIED                                      
>Tthe_XP_001019570                                                              
MEQENRINFSIQNLSDDILMDIFRFLTIKDIALIQLINKEWKKCTEKPFLWRRIKYDFQEHEIQDKKLYIRWIIEKINIY
DVEQLIINDPNCHLTFQDIYQILTKNFNSLQDLELSIYNLNESQANIISLLIVKNCPNLRSFTTYGCFAMDQFIEHFQLL
NKLDSLSIMCSDNSFTEYSNILEVIRKGKNTLEELAIDTEQMDDDQIIKLFNELNKTKIQSLLLNYCEYFQDEVFNYLRQ
FTQLKRLKFYKANEVTQEGYFNCFQNFASTSLIHLNLKECNELDDEGLISILSKSTQLECLKLAWQKNVTSESIRYLFSN
CFNLQTCVLIGIKSLDARGFPAIQELQQYFEVQKYGELKRNNQYQDDYNNDCINNRAYTSIDIQNYFSKPIGKTSIIKYY
QKLRFIDCTKSDMVPDQILQILHLFKPYLVARNYYSEEM                                         
>Tthe_XP_001014075                                                              
MEKRQIEQVLAKEESLGIKKKFKQIQEQTLDIPKHELWLIYEFCEFNALKTQLVIEHTKKVRIKKLLKDMVSFPKSAWQH
IESILSNFKNELEQLEKAEKEEEAKREEELKKKIQEQIEQKTIEPGIITKVPDHFILDIADYLDCYSLFKFSFACKKFRQ
LITTKNKQIFKKFCVALYKEVPSLPLQTAFNSIQDIMNEHPYNYSPELRLRVNQDVRKVAWNCYNSDKPVHLLYKTSAKF
YQKFNNYYTMFMEAPRIHFGGYYICKERYTKIGEKDLHHTITPLIEITYYRYFRFLPDGRMFFLLSNKKLKKDAIIKSLS
QDYYLAEQYEMNQLNNNGNMLANLQDKQQNYGEFVLKEDYVYVRFNSSTTVFQYDMKIASSSYGAHNLLIVANYSMLEIP
LNHNYSLYKAKPEDSSKVFRYKPLEELRIDLTDPQFQIYKKMSL                                    



>Bnat_86364                                                                     
MLESSKRRTIYRLGVIRRENMYNVFVNFKIWSYFQHRRSLEWEDKQLSYTSLSTGFARNRAAMVTHGIWEHVIEFCDSQT
LCRLGRLSRRWRHLIDFGAEATWKRLLECHFFPMLTKSLKKRKSLPSLVSSSNIESNRLLYAVCDILASRNNLHFIQTKR
TDGGKNRVGRENFDYSNILSSFLPLSHRLEIQPLGAATLETGSTSSLFSSQQHLRRNQRSSSGMIGQKRNTTIVVGQLFN
SCRESTMLVRLKTTDPSVVTIRPFNLLLRPLQGGNVQFLFNTSRIQDWMLRKSVPPGKRPFEIVAQYISGSFSPPNTKMN
LITAASRQWRHVDSSRTLKKHVVNRKFSLERGPVFSCDLAQKGWSKIFCGINDVRHPFTPISSLAFRIASSLEYQNWMGD
RRMLHQRSKDSFKLFNSLSKKCPRRASQMLSYLPNADLARFCSVSRGVRQFMQTPACNLVWRAAYIRRYRIKLRVDECQN
WYKLGCLSSRISFSRNLHLAQVDAMFKIMQREGRPSQRTRSLNLKMTMSPSKTLRTFHADCDAFVKPLIEDCKQDCPFCW
AHLAHSTRQHIFTKNKQTMSPTTWRKLKFLSPSQNKIHSSVRSPSVVGERRTGQVTSMTTNLKMQPSSNYDLDYDSDDQR
FNEGINDTVNDHSPISSVQLCSESQMSFIRMDVCLMMYNSHFSKSLKYKFRIPNPFQISLANPEGVLKPCEISRKRLSVK
IPASIVGKSKGRNIILEVTHNLLEPKTKKLPFRARSKGGYTRARSPAQKQIVKVLIPCLRDVIMSEDWQATVPDATRQAF
*                                                                               
>Bnat_69838                                                                     
MRGKSTLLKSTPCTSNPLMNKDLHSVYASCNQKVYRGQCSLTDKQYFEFVMNNMLTFQNEEVHIDETKFNEIFANNSING
PNGNTSVTGVFGKEKRKISHLKSFSSNGLKTSAFDNKDLPAAKFFYTVFMPFNANGPFENNYMLLSFHPLFRNMWKLSRQ
GEARAMQRLHDIAIGKEGFILQHQPIPYTIGKSGELYRFKDFLAFCKIKDPAEQTELRNYWLGVYKDILLMPELARCAVA
PNTPRTECWNHHNYGFKTDAKNTSVGEVDSQLTGYIKSGTLFENHRSQTTAVEQLTILNSTANGTSEKPIANNQLGEIGK
AAYVLAGNVTSFETTTKSFTAKEYEANSSQHSLQHLLDVVTSIRIKPNMSILNKFTNNPTNFVAHFPHYGVLDVLNEKLV
DFLSKKRIRETYNDLYSKVLLRKDIAERVESAKTDSKAENILFAATHKCKPVAAALDIDLTACYLKMEMDYVDAKVSPQN
PFDILSEEGMLRRLDGALERWGPKYSLSLGFSHATHNKIMGVYTDCVNYCVSKSSPAMGNYKIGQVRTKMAFPLLASNRG
ITHSSLESIYDVLSMNKGKRRSESAKSVAVVDMTRYSDGYGLYRYAPPQALHLKMRQLFTENSVQNGVQMLGTCIRADAG
GRKLAMKTGAKLQSMSSIGLSIPVLPKHVVHIHMTNNDKLVWVVDRSKLKYMVSAPTWKMAGERSASGGFKVFDHNAADR
HAAVSKGLFPHAVSPLNPTTNFRKAYLATYKYAMEKTGATCNIEAIAEDLLGSNSLGSMLMIARGKSLNNSKSGRLSIDP
KTNMYTMHNFFRVVHTQTNGVLCRCGEAILVDLALVSDQLNSSTDSAAADSLHAFASSAGREKEDDLSSRDLLPQSITSF
WAPRELVIKLDSLTTKRIALAFVFIKTSRTAYMHYTLILGVLEHAAWCNSPNLDPLATVYAFVFGEPLHHSAYEVTSTTL
MPAFFYSLLPPSSSYETAALCFMRVLTTRAVLRPVHHALRLHLRQHPTTLYEIPNIYRSLFTPKHNRSSRQTKNRVKFKL
PYRTDMLSRLSYDELNVIFSHLPFPECVQVRLVCRKWRQASSNVKLLHWMSSEWWYIRESFIEKIIGIEKHIVGKAINIM
NSRVEFLKENRVFSDERMTMLYVLMTSICNEILADFKWMVEFLPKRPETCTLVTTRDVSGLNRSTLELCKHIKEMMYIPK
TDNYQQYTTCLQQLGDSRCDVLMARLRLCQQIYQNDRNVAIDVRKMRYFDVIRDIATFTFDQLHTHRIDRIRSFKRLIDD
WKSITFIEEEDYKMQSAQRHVVSTENKRLQVSTFLATKQKQNSYFLVAMSSESSLLAAFERSEIFLKFRQKQKLLNKRMK
VVETMMKDRNCSAKMLRSLNRDYIATYRQHLSNAKTMKYEGYKVNTNYLKDKRNDEYYLDRKDFYHFSNMVCYVPMKILL
QLGLEDIVEDICNEMQEHLSKKRKSWSNTTLFQNFTHVLNRHKWWNDKGFQNKSLLDKYDSLCRKWYKMYGAPVMKQFEK
LTLSKLKKITVPFKNKLDFTLQFMKLLDLELSEKAKSLIHAMIGQNHTKQTEHIYMLSAERLEHRKPRNGPHIFLADEHI
LRRGGRSRRSRAYKSRSRRHFGDDPHGFQLIILGFYFRLHSLYRAFEHDDLVIPFSETILEPFNAVLKDRVLFNDSSDDV
PHRDPAWSGNLGCLRRLLRQAFAAEKYAYHKQNEKLNGKGGLNSSISLLPQNKISQNAERRLEKLHQKAVAYQRKMKELS
HDNAKLTMENRILKKANCPFAERKRDLNWIEFNILSAQSSDEEEAVLIEEFMSEVTETNQNNTAMSGYNSNGTHKDIYEL
LTDASSLTPTALDPTLEQEILAKQADEEGRGDPFSFSDDEEEEAEDKKTAAANVLQNDGYGRAILRRANAEGRANKGNDM
HSILLQNASGQGEQNPTLQDNNARALGVMSAGDVNRETFHEDIREMDGVHNYTNPRLAQRRYNHCTPHLKKDALKLLVGE
GPFYNRSMRDPYKYGREYEKVVKGQWGQVKKEWERKVMPVRQNRKWPIQRQSESERILADRYPEQLNAIRKPRYFDVSQS
GVQQQATTMPTGWLGFMRNLPLWTTLQKPKNAILNISSTIKETTKERESRLQSERAPDARGFYPKNIKNTEFPRDKRPTD
EFTSQWRLNNFAKLKSRTMRNDKNPHVAFFQAQTGTRRIRLGANPNSKEFRPESMQTMHPASVRQERYTNLNDMFTKYPH
PGPLTNASYNKIPFAGEKTVGTFDNAVFQRGENWMREPILHSRTLGSADRNRAPLNESYEREIPYDKVDRHISGGNYGPM
RAQVPHASTGIGIMGTSGANAGDNSSGALSTMLTGIRRAVGKIYFPLRRNTDPYDTRDNQNEKGEWNTLLGVVTAKNTNR
IAAGPEKNVQKLTRWMTTGTRPLCENQTATLIFPATGLDPGSKVVRFREVARVRVGVHAQVSFAVCHLRHGVRVCVVYGR
ASEALLHRAQGATLTSPGASSTTESILVSSANCAPETRRGSDRGSSALVSAALWCLWHPLADTCESRPNCCCAPGRAPHF
AAPFAVCTSICLCCMHEPKHKDATMADANRERRARLRQSKRNVMLAKQAILKRQRSDRKTSAKARLVKDPNPRKGMTLQA
VQKIGDDEIITKYPCIKSRNLLHTDTDHRAYYQQSQCKKAKTAPESTTAKAMTSDESKR*                    
>Bnat_86391                                                                     
MNDFHQKQRDDSLMKNYNVSKVQHIERSHCRSRREVRKSMPCPGPPRRLWRGQFYSYRRERVEQIRRRQDTNANLQFIQA
RECQHAVAAIQTKNTKHEKLPRKQLDLRRETKTAEGNGIWSNPKFLREQRLKMRFSKMNSIRLGIKFIQLMCKLRLLLMN
GSILITGGIPENLILQYGGIKKVPHTNNFPHAIMRFVFSFLSTWEVKGLEIVCKNWRSIINTDTLNEFATVSKNPRQKFK
RGLSPAPNNENEARHVTQKALQSLIILKRESNVASLRSRKSFGALAFSEQKSTKSSRPSSFEDHDDDRRTLLNVVVVDDD
DDEE*                                                                           
>Bnat_81422                                                                     
MASISPTPSRYADSKRGERNVDGKTRREENSNSLRDYYSSPSPESGMHGILHGRDIRELVFSFLDARSIGNAARVSKAWY
SSSSSQRLWHGLYTRAHGPALPRGSQIVDWRAKFLEVDSAWESLIRSRRSILTFFGPESLALLLAAIVVVIATAGLVTHQ
HVAMYTYEPQPAYLRAWRIDKSIEEDSESDELVVTYRLHLSIIRPTAFSGKGQALPPYPPPTKQNRQHDGVHKDQAASSQ
HDGVHKDQAASSPFVAAPSNPSDTDTAQAQTEGAGRVGAAAPARSFDNECKLGGEDEHSCDLPPDGRTHGDKYDDVDGVG
DYIASGEYRSISPRLYPLTKEASGTTSDLLFCCVGQVIEDVA*                                     
>Bnat_144001                                                                    
MDVAANDEGNAREEEGRLGDDDATAFECASRIILQSLTDAVVEKILSFTEWKELLAGAAVSHQWSRIAKKDSLWKPHYRS
RKFSKVSHPYTPPIIRRRDLTSSLSL*                                                     



>Bnat_64664                                                                     
MAAKDSDSLFTSNEKKLAPDYSGEKVGQTNLPMSQANILETNGHNKSIHGAIQSGILEKVLTFLPTKSVAQIALVSQSWK
ASAISDRVWKPICERRWKGRWRPCSNSSVHESHRASSSNNFTWKLRYIQEEKDAIRTKILEEELCTFWWRFKFQQSPTTA
VQYVKFVRKHNHGFLIMESGYPPMRYRVGEDTSGENVVYIELFPPHVISRTEDWRWTIKNMFVSMQSIDVDEIPEDRREN
VMTSYSQAIRSLALRG*                                                               
>Bnat_141746                                                                    
MFRVGGDVATNIDATSRIHDKEDKIRLHLEMHEIVFDPDPPSYPFSKNSFSGPSMGSVLSSPSQDVYATLSDYLEEEEEK
DCREPMIGESSSTEVDRYVERDGKNGSINNNYSNDQQLVHPSNFRISIEEEETSEYRMWDARRFRDIFIHFYGFLPLADR
SRCASVSRTWRQASYDPSLWQILDLSGYKYRLGDDLLCQLLVESKRFKQLQALNLEGCAAISDRSLKVDDDFKYLAAWEE
EDKKASSLSSSSSGLRTTSSFMKEGKDRKASRNNERRRRGRRKIKKGKNVDNFYNVGGGGGGGGGGGRTNRGLMGNDVAL
HDYYTGDVKAAAGDDDDAWNAATSSSSSSLRPDGAGRGGGTTYLDNNNNNNNDDNEEEEEMLTSRVAGDDHQDQKLALSS
SSSSSLSHHPIIGSLELAKKAGERRALLCLDAKSGQVGVFADQQPILRTHQEHEQLSIVQKTVKHFHLILYPFVAVVLVV
AYFQTAFDAQRKAPQLQAQNNQLSEKSRGGDDTDLILILAAVFFVAVILIVWLFLVVDILMIYLFGGASMILIGLVRLQI
LVGKDTFLLLSWNLACGGLASLYLKLPETLRRFYLVVLSAIMAVMMVITLPWVFLLIFLSLAALLDLGSGLHRRMRVLGD
FISSDRDLIPFVTPRIFYEAPGLRFRFANLFTYGLLVGCTPVGTSVMFSTLTMIVAGLAYGLYILPYHQKRIRPLPLSMF
GLVFFAYVHYPVIRPYARAINYLFPFDGSVTTTV*                                             
>Ehux_194559                                                                    
MGLALPTESLSSLAAAAAICTLAALAVGTALATRGLRAEAIEQDVARVRAARMRAQAKSHAALASAVLAGRAAEEQKARA
TEARTAAMASLASDASTCTVSTTGPIELPPELWLAVASYLDARSLVRFAQACRCLRACASTPSLWETLLERLGVTVEGCG
PTAEAREGALPSAPAVGPRLLFSRARAAIAKNEGFYRSFRERDHLAMASLWLSDARPWPEREQISQFFPAGLLRDYPDLC
AINDSWARGFGSGHDRLKHVRRITISPCGRLVRFALRERILSSRGIRTPGPGIASRNDFVLPQAGEGDEWPGHSQQELRE
AGNAGFKGTTYTFTNVDLSKLPPGSMGTYYLVNLPGNGAEGMTATASN*                               
>Ehux_194585                                                                    
MCDLIEPSTTMDDLPEECLVHIACQLRSVRDLGAAAQASKLFRDVFYSDFVWRALCVAGKHGASLDFSENVLGSFSHPDA
KPTARGAAAGVERQSSASGQPWREVYRTTRQECTQASLLGTAMQRLGLRRATLPAYSAIVSEPFKYAGDQDRGFSAPGRR
GREACRADTEQQLLHGFGVRRLAHPSPPLLLPRTEAGPLSRLAIVDSASLCLFSHRLTSGVVVNIGFGEAFLAHIGGASM
LAGTSTFATHWAVRTPEAVARRYGRRDSGGQGDGDDFKQSSEEEEETEEETEPREGPRTRSQSQGGAPSQGGAAGTSGID
YSRWDRLQCSDDDDD*                                                                
>Ehux_195465                                                                    
MSALQCVPIDDKRWRPVAGGGAPLFMKRVRVRGLKKKPELNGLFGTAVEYFAATCRYGVSVEGGGAGKVSIAAANLELVG
CLTQAQLGRAMMLGRVQKAGPPAQLAVPKHEPRKASVAASDGSLLGAVRAMRIEEPSLGIKALSKRLVVAGHEAGAKEVR
QAIAELRRLDEQPLPLVRAAAEDISDLNDDELCVVLSYLPRTEHAALTCVSQRWRALTRNEAFIAVRRERPEMFVMAIAG
SYDLWGSKRSNTMDSHARVSVLVDGKEWMQADSLPEPTDMHCAVACDEEVYVFGGTHGQSRQFMMTNPPPCACVMVYSPR
RNEWRPTIGLSTKRCLPGAVACRGKVYAIGGMDTTFKKGGWAGDAKDMSHCEVYDPADPDWCAIPPMPYACNSGRCVAVG
HKIYVMGGMIDVADDGHHFGAVQIYDTKRRRWSVLDQEMPIQGGQCFFDGERILVLGGVTSEERPPPRNIPVKVNFKAEV
RKAHKRASSLSFLGEKSEELRPAPKKHLGWYLYLDEGRATTAATGRCPSFACAQCGAESGQGARRLQKCSVCKAAHYCST
ECQKLHRKLHKPHCKPMWATHPGVIRAADDPRLNYRIATDTWEKDPERESMTDHRNAAEIVAMQLPF*            
>Ehux_196040                                                                    
MKPSPGPSAAPDTPSSVRCLLDLPPECLALVLASLAVRDVLAAAATCPALKVAADDPILWRNLLWQVWIATAARGAEKAD
FAARLLRYQQASSMRAGVGPDSTGAAVEAELPERPSEARPLPLSQWLRSYDAPDAALAGVWRQRLMWSGSTDQCHGDTVG
CACVHGSPTPQPFGSGRVVYYEVRVLSQGEHGFIAVGWSPEGFPSKNKQPGWVRHTYGYHGDDGHVYSSFGYGRRFGAPF
GTGRTVGTGLVLPPPGAPPDRCHGSLLFKAWRRAIFFTVDGELCGAPFPSVPAPTLLRPAVGVHSVGEQVELHFGDGAAS
VIAASPPRRPSPFAFDLADVQASLEQMLPWPEQLQQLCKQLLTRFAQRHALEDYDGAAPSDEESDDEEDGQ*        
>Ehux_196861                                                                    
MESPMLHDMPEELLALILSHCPLSSLPCAAAACRRFAACAAPDQPVWRRHILRRLGAGEETERWPVSGGAGSRAHATPSW
RDLLLAHHSEAAALSAVAALDTSDIASFLKFRAAQVANCWREELPPPAQLLKGASVQQLCISGGTVSFTGRLGRDRAVRA
ESPVPLSSKYVSLRAGGGGEAKIALSDVYYFEVSISDAPLPGDDAFTADRPPCVSIGLATEHFRLQDKQAGWTSDSLGWH
GDDGVLYHRSGRGLQRFGPPFGAGDTIGCGVHLTSRRVFFTLNGSL                                  
>Ehux_198799                                                                    
MTNCMTRIRFLLKFRGTRDARPDNMTMDQRLPHDLLLSVAANLGPAALLVLSQVSRACNDAANAPQLWRKLLECELKAQA
HLFFGGTLPPPSASVGWKRHFFVLRRSWKQLAQEKTGRLLVQIGTQQLSNRTPRTPTSLWGVFDVMTSGVCKPTTYDIYD
VTRFVDQHLCSSYFLRKCAGPADATALFEMAGHSDAAIGRLAMLRNLKYDDELEELHRARQWRQFAKATGEAAGSRRACS
PTRRGYLRRQRQGSR*                                                                
>Ehux_202045                                                                    
MRRTREERRELPARVSADMQKITLTSLPLDALVTVVSHLDSLSLLTVATVNRTLRAAAEDESLWSARARRYLGPVLHAYF
GGELPSRPPGAGAKQGYFALYAGWKQLAQERSGRLLLKIGKPRSRGDWAGEWQRWQTGTYQTSSGASAVCFGLPTSQCEA
YGVFDATDFDHPGSNELLGQAAARPDASDAFRLCRHSGLGRGRELGRHSGLAMRMLAGMGVPGLEAVPCDAALEKLLARP
VQECFSPFALVACFACVAIALRCYETSYARAHGWPSPKLGSLLQRDRPGGDLWQTALEERRLAIAGREGRARHCEADHAA
CLSEERELSVRSPL*                                                                 
>Ehux_204122                                                                    
MKTRRSSRRPGPAEPAGIGSLPDECLVEVFRSLDVEDTLSNAGVSSRWRRVAQDPALWQRTRFSSIDTDRLLSHEGHEGH
FRLLSQPRVDHTGSWAKCERKLGRVRLLCRSVDLDYVEAGEGVSYRLLRSISCLQQLHHPTVVPLLLVNVDVPRNQLQLF



YGDVGTPLEVLLKAGRVAMEDARCVLRQVLQALAHCHAQGITHRNP*                                 
>Ehux_208310                                                                    
MGFDDLPEELVAKILTSCCETELLAVARLSRRLRRLASSDRLWRPLAEARFTSASGREVVGRYAHATRWVHVFRFALCER
QRAALYSARADVVSAERRVESQRSEVHERSQHLRRLRSAAARQQAARQQEGVLRCSRAAVAELEAAVGQLEPTDPRQRAL
YRQRALAARHQAGPPAGRVVREPNHMPKCKKHRAGYECLEHFTWSCYTC*                              
>Ehux_451213                                                                    
MKRASSCDEIENVPHVLQQHHTAGLRHRRQPALTPLAHGHCGRPSLLSLPDDCVARILDSLGVEQLLRVTCVSRTLTELC
MSNAAWRRRCALAGLGGDLLAAAQRRAERRAAARRSGRESGGTGVGAGIPAHGDGAPVAVDAAPLAGGDSLPLSGGVPTT
TPAAAAAAQERRSGSTGAVGAQPPDYRELYFAACLCDHRQGWRAFAWEDGQHKQTSSPSLSLSVGRATRARARADRGAAP
>Ehux_210628                                                                    
MPLRLDELPLELLVLTLRALSAQQLCCCDATCKALHAAARDESLWRSLCEQQWPSGPNLSSCRASFSSANGFAHLRRLPR
RVIDVVERKDGPGRRAGQRDVPAQVTSVDADATRLVASLNAKGGAYGEVVCLSRTGVRRWSLQLGRLLKDVRIVGEHVLA
LHADTDWEPKLAVVGANGALRGQLCSLPAASAGAVPAGWGSYHGLAVPPSQPDTALAYSVSGCWCAVDLPTGATLLHADA
GHLGSPDAEHYSLCADPLHPHLATAAWRAGARSWLGRVDVRCGAGLQAALLCTRHSGLLRVGAGREHRVLTSHARCKEIE
PSLTVGFSSSHDSEHARSSQPRVEAWRCAGNGPDFDFNDGVLAAVSAGAPGTSFGAKLHVFADAPRRITADVPLSEIVID
DSYRHTCPRGIRVGGGTISLIADRRRAIQCLVAETSVESVRL*                                     
>Ehux_213623                                                                    
MSAEPDREPLLALDVIDVDILPVVARVSASPTLLFALRRVCKLWRDAVDGIDRTSSVWQELLSAFGVQGRLPPEADKKAA
FVMLLCEPRKLLRRCSVHVTAAPRVARLDDLPREELAELAARMCQTSADALALADTTLSGVDAEGEAAAETGSAGAGVS*
>Ehux_437547                                                                    
MASKVDPELTTPTDWAEGLPAEVLAHLLERVSLRTLAGSCAAVCTSWRQACDDEAFWCELCRRVWRVHARPPARSKLIFR
TCLAEYTSMTAQRMYSEPTWLRTVDASEVTPPRTALDYYKTGHVYEAAVEQQVERDFEALSAAERAPFEAKESADLQRHG
TEWRAARQGNTFAWTGDGSQSEGDQTVGVAIGGSGPRRWPHWHVTSPSGFEVMYYEVEVVDPGEHGYIAVGWAQAGFERK
CKQPGWTGSSFGYHGDDGGAYSGSGFPRRFGPKFNRAGAVVGTGLIRPLGSGAVAPKIFFTLDGELVGTPFSTDEADEGA
KPLAGAERRLRPCVGLHSAGERVRINWGGSAAALLEAAPLQPPDAFRFDLAAYISALWPSGRLPAEGSGEGRVWKAIAAP
PPSTSSLPRALLPMLDMLPWAVQAIFVLVLKAEPSVDELDELRHFAAMHFGGEDGTLHPSWGARTVRELPVDALRHLVRM
LIEHTAQLREDEDDDDDDDEEEEEEEDEGEGEDE*                                             
>Ehux_215344                                                                    
MQFCSLFELPSDVLLHSLSFLPLPDLAALRCTSQRGRRLALRAAASPMWRARRGHASALRLEMWRRGACDKRALEGGAYG
RAHRHGTLARCCALTAAAADTTAGPLLASADDSGAVVVWETQRRLAGVATLRHGRPVRCLALDGRETLASGCADGSLWLW
AIPPAGGRRTASAAQKNSGVFTLQESDAGRTRRRPHPTQLTAGSGSWVGAVGWVGRCRLLSAGADRELRLWDTLVARLAG
HLGAVTALASVGPEGVASADAAGSVRSWSIARAYERAVPAEFGEE*                                  
>Ehux_105299                                                                    
MPKPRRGAALAPEGVEVVPHPLRVRPMGSLLFADDRRSLREEPGALGALALLPDEVLMQILSSGGARELACCACTSRAMR
VLALSEDLWKACCLEEEMAPGEWLRYDPGGWRCTYRRRRGLPAAPAASLGATHYYYSDVLYAPWHCGTAAIPPRWSRFEN
VPRVAASGLSVEEFAARFEAPGQPVILTGLASGWPAAAKWTEAALRDRFGERHTMSLPAFFDYCASNADEQPLYLFDKRF
AETSAAGGGAEPGLAADYAVPAYFSADRDLFAKLPGGCRPDHRWLIAGGTRSGSRRDAPPAGVTPSADGASLTSPVSLYE
WFRVFYSSLAEARGGGGGGGGGGGAAALEATVEEGEVLFVPSGWWHCCLNLEPSIAITGNYAPRCHAARILQYLRAGDEA
GDLVSGVPHELRPRLAGEFEAVLRTHHPEALEGGEGGQPRQDGGDITPQAARPSCAAVMGREPQAEFRFDF*        
>Ehux_105940                                                                    
MSSPPELDPPPDITALPDALLLHILSYLTAAALGRSAAACSRWRTLALDDEVWRGECRASFGLESKTDPSGGACASFVEA
ARHWTDFTVRTFGASQPPAAARATLAPLWQSAREAWGCVSRWAGDALPEAKATLGPPASATEWQLFVSRLGLEALRQLRD
FVDPDLRQALHAAASGWYSHPSGWEDECLGLGGGFSAYNNFACLRLLPLPLVAAWTGFLRAQSGLPERFLVVAACFGDAP
RLLLSDLASGDLLLGPISPTPHLEARQVVAAGNLRLLRVVPASEAGEKHVSCVTRGIRVTASALYAPEMATFAYSIRLAL
VAPGEEGHLPAAQRGFETAAAATSARVHGKGVVGNFPLLREGGWRGKQRHSGRARDTRDDKQRHSGRIGQGEWCEGVFVY
QSLSGRGSSISFEGSIDFVPGSLEAPAGEEFAVAVPRFPLLVGADEYLF*                              
>Ehux_217392                                                                    
MLTTSVETTLTDDDLLYCVFSFLQARDLSVSAAVCTQWCRAASANDLWTPLCTTLWEGRLVPRRFLADPDRPRRSYFASL
EDSRRCAISAAELVHLEWRFSFVTDHRRLFEGGVGEPQPPGETASFRPDSTFVSSVVGAPSSVRALRWSIAAGGHGVKVG
AYPTLVVTRDPTSWGWSLTNRFVQLSTAHGA*                                                
>Ehux_217607                                                                    
MAFSVCSIRTVEEDSEPAEESEAAEESEAAEESEAAEESEVAEESEVAEESEGTITRAEAAEGSDLLEATEFTGEMQALP
RELLVHILGQHCACRDLSALAVCREWRFVAQDVYEAHARRRYPPATIAAAQRSGSFLPGNLKRGWRALLASDNAAGGLAE
CCFIEVVVDAYGERDLRPAESTALVVSVPAVARRRAYLGHGQVLTTGYHIARPKRRD*                      
>Ehux_217867                                                                    
MPLRLDELPLELLVLTLRALSAQQLCCCDATCKALHAAARDESLWRSLCEQHWPSGPNLSSCRASFSSANGFAHLRRLPR
RVIDVVERKDGPGRRAGQRDVPAQVTSVDADATRLVASLNAKGGAYGEVVCLSRTGVRRWSLQLGRLLKDVRIVGEHVLA
LHADTDWEPKLAVVGANGALRGQLCSLPAASAGAVPAGWGSYHGLAVPPSQPDTALAYSVSGCWCAVDLPTGATLLHADA
GHLGSPDAEHYSLCADPLHPHLATAAWRAGARSWLGRVDVRCGAGLQAALLCTRHSGLLRVGAGREHRVLTSHARCKEIE
PSLTVGFSSSHDSEHARSSQPRVEAWRCAGNGPDFDFNDGVLAAVSAGAPGTSFGAKLHVFADAPRRITADVPLSEIVID
DSYRHTCPRGIRVGGGTISLIADRRRAIQCLVAERLL*                                          
>Ehux_107771                                                                    



MPPALPLSGPSLHDILPADVLTHVLAALPEADLLALSCSCRLLHRLVEDPAVWRASMRRRHGPVIERLFGDALPAPPAGR
SWREHALAFDTEWLALARAPAEPGGQGRLLLRMRSECAAAWPTWLGVPPGGDPLFTVRLPLVRTAIPVYSLIAAPKTFGV
YDATSFAANHPGGGALIHMGMACAGDDCTDLFDAANHTEHARSILRALVVPGLEQLPEPPPLKRPQPSLLRRTAARAVAA
LRAMPHSLACFATKRREVGFVKDEALAAARRAAAARAVAARAVARAVARAAARGAYSAYPLPRVTAEGLSTNLLRDMYPQ
VDCDAGARQIYQRHVLAAKQMPSPRTCNRHASMAVVALCSAAAFWDLTASWFLLCLVRDMTSGELHNQTMKAADALVLRH
CAGSESAVSFDPDERLPWARVARAAWKSVHSELLAWEARHIATPPFGAIDPAQQLLTRTPECWRTLLLQLYGQQTTVASS
FPQTMALLRNERVLSVMFSILEPGCGIEPHRGENKLVLRWHLGIEVPAADAAAPRGERLALHVRTQLQADQDRILWQKKL
GRLQPTGEAEGGQEEGEGVGEGEGEGEGEGEGEGEGEGEGEGEEVRTTSSPWHEFTWANGSDLLFDDTHFHRVVNERTAG
RRVVLFVDVARGGCSPRFDAALPPLLRALRRTSRVREAVDRANSHAVGLAAQEERAPAAVVASAGTPSVDERDEL*    
>Ehux_439255                                                                    
MNLDPGGTNGVAALALQLALEHPACELAGTLAAAVAAVLGGQDVATAVAMHRAKHAREWAQRQARDALQRAAARLALDPG
WSSFGGDAALDAMAAEVSDVAVRAHPIFGEQDPPVPDGEVDKAARDVVEAWSLAKAVVSRLIATEAEKLQAELPAAQDLL
PQIMASVRQGGVEVNAAAGQAIQEWSEERLTARRRDALVSSALSEALSKRRLRLPDAATRKIRAALLAAVARGDHLEAAV
AAALDEAEARQVRRRVSQTVWDPSSNEVAKTSGLLAFMPFKSGGDAALDHDVLHHVFSLLPFHCLRSLALVCKRWRSVAT
DPSWKPDVVVYAWGSPDVSGIAGGSSVPRLLPFSRMHEVRSLTCADNATLALGMDGSVWHWGRSWLPHGDAVPEPVRIPE
LSGVAALSATPPGYDHERSQRRGFSAAAVTHGGHLWVFGTSFSVEGVAAGVAAEECRQLLQRERLVVRPRRVLRFGGAPA
ASAAVAQVAVGLRFLAVATRPLAAEGLAASSASPPATASTASPADDPTASAPERRSSQVFTVGVFCEPGDAHALRAWEGL
AGVPLRQLCAGSFHCCALSTSGELYTWGHPLGRDVSNGNLLGHGPIPLPAEHAPLAQPPRRVAGLAQHPVAEVSCSTYSV
LALTTDGRAFTWGDSDGDALGHDEDECSAPRWLDAPSLRGQNFAHGAVAYTNAAVATTDGRVFMWGGNAWERGIAAGRAA
RGPSEITWSGAPPCYQCTSVSLAWRHGYLLFHKRA*                                            
>Ehux_108829                                                                    
MKPSLGPSAAPDTPSSVRCLLDLPPECLALVLASLAVRDVLAAAATCPALKVAADDPILWRNLLWQVWIATAARGAEKAD
FAARLLRYQQASSMRAGVGPDSTGAAVEAELPERPSEARPLPLSQWLRSYDAPDAALAGVWRQRLMWSGSTDQCHGDTVG
CACVHGSPTPQPFGSGRVVYYEVRVLSQGEHGFIAVGWSPEGFPSKNKQPGWVRHTYGYHGDDGHVYSSFGYGRRFGAPF
GTGRTVGTGLVLPPPGAPPDRCHGSLLFKAWRRAIFFTVDGELCGAPFPSVPAPTLLRPAVGVHSVGEQVELHFGDGAAS
VIAASPPRRPSPFAFDLAEYCAREGGAASLEQMLPWLAPRLVVLLMHLAALCTLALHPTLRPALPCARAASATMALEGVP
PELAKQVVEAEARAATGRTPRVAGTAVLGLLAAASAAVAAGSLAGNEQAAALAEDVLPFGSAPLSLLLDAGVGGACLWAY
AQEMQTRDENLDRIWTELQQRRAAAGGANRAERRAKKVARERVFTGGGGFAASPPPPPPPTPASPLSPPSAGAASEQDGG
GLLSSVKDFWNEANELGRAGALNLNAQLEEQGVLPALEPLDEAAGAVAGGDESPRAEAAGAGVASAKRGGGKKKRKRR* 
>Ehux_228165                                                                    
MPRTRSKKRAPASSSSGGASGSLCERSPAALRLISECLDSDDLLLHVLGLLPLAGLGRAACVSSRWARLAASNSLWASLA
ERVWEGRHVSEACRAQRRQHGRSALRRSLAESEARHIDPSLLCELTWHFRFKRAAGEHWTGSDPYWQGARARTLRFEPDG
AAPAQRGGRRGRHAHDMSAACPAGAVRWEEEAWDGLMRWRLEGGSLLRVSHAQLGAFPAERLVRHPPSWGYLFTSPWAVY
ASFPLSRAADDASLTDRALGRSVEPWQWAEAARYNEAAAGESSSDEEDAPPPFPAGV*                      
>Ehux_228970                                                                    
MKHSTSLSSLPPDLLSCILGNLGLCDLYACAKLSRALRHSANVRRDALRLLEPFSSFGTRGSGRSHLHHASALALADGDG
SLLIGEKDRLRVVCPDGATLGLWQARNEGVEWLFATPERPVLMAPGVLMPNPRGSTGPCGLALLASGGSGGGMPSRWPAG
PEQHLFVSDAGADRVYKLRRCVSAADATVAWALVGSGFGTGEGRLMSPGALALGEGDSTLLYVAEGHAVSAFDAGTLAFR
FRFGRDAGTTPRGGAAAGHLKSPDGLVEHGGEVYVADMLNHRVQVFSASDGLFRRSFGRRGSRPGEYRRPSAVAVCRGRL
LVAEFTGKRVQAVSPADGTPLQLLCLHAGPASAAIRLGPFLGTTDHLSRGPHSRAGDTCP*                   
>Ehux_229685                                                                    
MLATHTAKAESERTATSRDMTTTPLVTGDMTLLSLPNDLLARLLASLPHSEDLARCSCVSTTFAQLTLMALRDRAGGAAG
NFGIQALLWEERRQRFGRHRCAVAAAWYHCVFVSNGQLRLSGQQSLGGPEDEEPPYCILGQGSEAKFGLPRQIDLGAVSI
RCVAAAHSHTLAVSANGEVYAWGEPSHGRLGMGEVDGDWVIEPRKVEALSNVALVSACEGTSLALTNDGVLYSWGDAGFG
QLGLSEQAVQQAPGYVDADPFRFVSVPQRVSALDEHRIVGAAMAPCTAAAWTTSGACFVWGLPENRELPGISASAGVQHL
PAPIKGLPPGVSDLQRPDAVTPFLAKIDLPGICAISSCPPSGEILLSETGDAYFVRYWPGYGSESAPSLPFLDARLDLYV
GLGEIICEPLKLDGVNRARAAACSEIGLFTIACQDDTFYSFGADNVGCLAALGQGIEEGPPGDNDNPLLTFGQVLPA*  
>Ehux_441650                                                                    
MALSWTGGPTGLLAAGAVCRRWNDAAGSNHLWRELCRRDYPAAASLSAVASFQSVYARLARPTQRRRPPPLEQYQFLVRI
CAGDAVLLDVCKPLSATPYPALGREHRYVHAHIDLAAGAVPEAALESQEALVDFLGELAVRNTRRESPWRLTVSAFRSSD
QRCALLIDSGVSEGCVPTDYAGGHEQLEFGDFETRLFSLDAERLALREGVELKAGADLAFLVVRTPAPSWDEGWYLRPEL
WLKAHLRPYLKAPRELGWALELLLEASGCEAVGDPVHGWAQAGRLDGQLQHELFLQALNEALTMHG*             
>Ehux_231499                                                                    
MLATRTAKGYPLESQRTATSRDMTTTPLVTGDMTLLSLPNDLLARLLASLPHSEDLARCSCVSTTFAQLTLMALRDRAGG
AAGNFGIQALLWEERRQRFGRHRCAVAAAWYHCVFVSNGQLRVSGQQSLGGPEDEEPPYCILGQGSEAKFGLPRQIDLGA
VSIRCVAAAHSHTLAVSANGEVYAWGEPSHGRLGMGEVDGDWVIEPRKVEALSNVALVSACEGTSLALTNDGVLYSWGDA
GFGQLGLSEQAVQQAPGYVDADPFRFVSVPQRVSALDEHRIVGAAMAPCTAAAWTTSGACFVWGLPENRELPGISASAGV
QHLPAPIKGLPPGVSDLQRPDAVTPFLAKIDLPGICAISSCPPSGEILLSETGDAYFVRYWPGYGSESAPSLPFLDARLD
LYVGLGEIICPYAKFR*                                                               
>Ehux_112889                                                                    
MEPVPRPTPRRRLQAFVAPQGSRTRRPAQRLPAAESSSSSAAVAAPAVASAGASGFSMASLPSDMLAAILERCSPREGAR
LMRVSWGMRAAAGDAALWRRHCLDLWPEDDFASGPPSPGRYGVRVNLLRGCTLCSTRLDRSRRDSARALVLSLGGEWDDS



LTTGTTHLVCGAGYTPKAIRAHRARIPAVTPDWLTACVREAKRPCPAAFRVPPLAGATLTTSGLSPADREAVRRRVIALG
GSFDCALRASGPGRPGTTHLLALSARLCGPDKLRAALRWAIPVVHPRWLEALEGGGPCVEPDRFRLLSTWLPTSLSTGTA
SG*                                                                             
>Ehux_234067                                                                    
MADSIAAPAAAESISLLDLDPELLLEAVQTLPLREQARCRQVCKLFYLLVSELERTTPFMATSVGSFDVVMRDLGPKMAA
APSLGLLFTHAAALSLGRFPAASCKSFAFDAAAPGGWEAQLKAQGCFEGGWKVFLLIARTNEADELVDALQAAHPDAAII
GGMATGDVLYRLRHGAASVVDEGAVGMMFSGNVPLAAFVSRGARVVGEGPYTFGEADLDVDPDAPEEQQILTHLTDPRGE
RQGALTTVLEVVAQRGAIRLAPRRGDAPGWEGGAVQFYAFDPQSCKQDLATRLAAMKAETERKGERLLGAAAFDATTFSK
TFPATPLIGMYAGGEIGPPLLADAPPSRAFQVGGAGMHGFTAAMDRLGIAFTPGMEKEEIIQEIATRLPAGAEE*     
>Ehux_234405                                                                    
MSRPDEQNYTSRLPSELSLHVLRRLGPWDLVAACRACAAWDHIARSEGMWRHACDYRWPERSRATPPLRAGDGAPLEMPP
WHRAAWPHRLAELSELPRHVKLLRRPRAAAPQPAGDEAEARCDSEGAEAEIASLLAGGAMNVAPLHLCTAELAPLHAELG
KALCW*                                                                          
>Ehux_235358                                                                    
MAATAGVLQRRLNYTSRLPSELSLHVLRRLGPWDLVAACRACAAWDHIARSEGMWRHACDYRWPERSRATPPLRAGDGAP
LEMPPWHRAAWPHRLAELSELPRHVKLLRRPRAAAPQAMNVAPLHLCTAELAPLHAELGKALCW*               
>Ehux_237113                                                                    
MCTACDCSPAAGFHLIPEELLAEVLRHLPARSLALCANVSRAWEAVLGVAIQTRAELLGLVLPRVQTGWPQPFRLLVAED
PAAAWRGVKCSAALASAASPGDCLALHEDGEHLISVGADHDARVVSVFSLERNTLLGALRGHVEAVCCVAVEGDVVAAGA
EDGTIRLWQLAARGSDINPRPMATLHGHTGALAGLTMWEGCLASGGADDRSVRTWSIAEGWRCTSTRLGHTHAVTSVSCG
GRSTTGQRLLISGSTDRTARVWELTHAEPNSARTLRHLSYVLSVSAVGNTLACACVDSIVVWSLCEFERLYKVEHGNVCS
CVRLSRADRAPGGLLLLSGGHDRKAKLWTLERPGGTIIATLEGHAGSVRGLAISAAGVAASCGIGGGGQLFVWHACGKGG
CSPTDDAAGPGRIREDAHT*                                                            
>Ehux_457464                                                                    
MSADSPGIVAVSDLLGAILSHLDLSDLPRAALVCHAWAGAVRNDGIVWCAQFQKWTCGAAPAPAEARSAFRRCKLALCAR
ICRPPCSSAVAAAPRAGASAIALGGGIVLVVGGATTSFNFRGDVDVWRYVARPAERPALELVCSRVVPEGAFLPARWLAS
GAAVRGDAYLYGGSADFATLDCLHRLTVLQRPSSSGAGSPLRLECRRVGCLGVGPEGGLFGHSACAARLGGTVCFAAVNN
SSPRDPVSTPAAGADCLLLFGGELGSQRDVDGSATSPAHLHGTFSEPSRNLLGSATSPGHSASGAVPCARFCHSAALEPR
GGWLVFGGWVLPRSRFLNDVHRLALPALRWEGVATTGAVPRPRCQAAAAVSADGDRVDDLCDMRLLHLPTGTWLPHDANG
HIWRPQRGGTNAAVWALPAVSDDGVEGGGGRGSLLLFGGMNSAPGAHTPDFVAVASLVEGFA*                 
>Ehux_443786                                                                    
MASKVDPELTTPTDWAEGLPAEVLAHLLERVSLRTLAGSCAAVCTSWRQACDDEAFWCELCRRVWRVHARPPARSKLLFR
TCLAEYTSMTAQRMYSEPTWLRTVDASEVTPPRTALDYYKTGHVYEAAVEQQVERDFEALSAAERAPFEAKESADLQRHG
TEWRAARQGNTFAWTGDGSQSEGDQTVGVAIGGSGPRRWPHWHVTSPSGFEVMYYEVEVVDPGEHGYIAVGWAQAGFERK
CKQPGWTGSSFGYHGDDGGAYSGSGFPRRFGPKFNRAGAVVGTGLIRPLGSGAMAPKIFFTLDGELVGTPFSTDEADEGA
KPLAGAERRLRPCVGLHSAGERVRINWGGSAAALLEAAPLQPPDAFRFDLAAYISALWPSGRLPAEGSGEGRVWKAIAAP
PPSTSSLPRALLPMLDMLPWAVQAIFVLVLKAEPSVDELDELRHFAAMHFGGEDGTLHPSWGARTVRELPVDALRHLVRM
LIEHTAQLREDEDDDDEEEEEEDEGDDEDEDEDEDEGE*                                         
>Ehux_241993                                                                    
MPKPRRGAALAPEGVEVVPHPLRVRPMGSLLFADDRRSLREEPGALGALALLPDEVLMQILSSGGARELACCACTSRAMR
VLALSEDLWKACCLEEEMAPGEMCLGSRRAG*                                                
>Ehux_243122                                                                    
MSTEPEVREPLLALDVIDVDILPVVARVSASPTLLFALRRVCKLWRDAVDGIDRTSNVWQELLSAFGVQGRLPPEADKKA
AFVMLLCEPRKLLRRCSVHVTSWRPNILRELGEAMFEDLVGLLGWLMAVGEEAATSWRLLANDVLLRIPLCEPALALFGV
LMTETRYRQEHCRMYDEWRTCAPALACRIADRVRGQSEDDKRHALASLESLSRKVGQAACDLLRTSCTRRLLYSD*    
>Ehux_118581                                                                    
MSSPPELDPPPDITALPDALLLHILSYLTAAALGRSAAACSRWRTLALDDEVWRGECRASFGLESKTDPSGGACASFVEA
ARHWTDFTVRTFGASQPPAAARATLAPLWQSAREAWGCVSRWAGDALPEAKATLGPPASATEWQLFVSRLGLEALRQLRD
FVDPDLRQALHAAASGWYSHPSGWEDECLGLGGGFSAYSNFACLRLLPLPLVAAWTGFLRAQSGLPERFLVVAACFGDAP
RLLLSDLASGDLLLGPISPTPHLEARQVVAAGNLRLLRVVPASEAGEKHVSCVTRGIRVTASALYAPEMATFAYSIRLAL
VAPGEEGHLPAAQRGFETAAAATSARVHGKGVVGNFPLLREGGWRGKQRHSGRARDTRDDKQRHSGRIGQGEWCEGVFVY
QSLSGRGSSISFEGSIDFVPGSLEAPAGEEFAVAVPRFPLLVGADEYLF*                              
>Ehux_120420                                                                    
MASLPSDMLAAILERCSPREGARLMRVSWGMRAAAGDAALWRRHCLDLWPEDDFASGPPSPGRYGVRVNLLRGCTLCSTR
LDRSRRDSARALVLSLGGEWDDSLTTGTTHLVCGAGYTPKAIRAHRARIPAVTPDWLTACVREAKRPCPAAFRVPPLAGA
TLTTSGLSPADREAVRRRVVALGGSFDCALRASGPGRPGTTHLLALSARLCGPDKLRAALRWAIPVVHPRWLEALEGGGP
CVEPDRFRLLSTWLPTSLSTGTASG*                                                      
>Ehux_120660                                                                    
MGSLLFADDQRSLREEPGALGALALLPDEVLMQILSSGGARELACCACTSRAMRVLALSEDLWKACCLEEELAPGEWLRY
DPGGWRCTYRRRRGLPAAPAASLGATHYYYSDVLYAPWHCGTAAIPPRWSSFENVPRVAASGLSVEDFAARFEAPGQPVI
LTGLASGWPAAAKWTEAALRDRFGERHTMSLPAFFDYCASNADEHPLYLFDKRFAETSAAGGGAEPGLAADYAVPAYFSA
DRDLFAKLPGGCRPDHRWLIAGGTRSGSRRDAPPAGVTPSADGASLTSPVSLYEWFRVFYSSLAEARGGGGGGGGGGGAA



ALEATVEEGEVLFVPSGWWHCCLNLEPSIAITGNYAPRCHAARILQYLRAGDEAGDLVSGVPHELRPRLAGEFEAVLRTH
HPEALEGGEGGQPRQDGGDITPQAARPSCAAVMGREPQAEFRFDF*                                  
>Ehux_121646                                                                    
MSSPASLDPDTYATVISKLSTSDVLACAQVCTRLRELCVASLQSSHAVEERGTGITGGALRWLALRRLRGVTRIELVDCG
ELTKASITSAVAGCDSLASLSALRVGPGSWALGHIERLLAVAPPSLASVRLDVLLEMKKDLHEGSHLLAALARPSLRVEK
LTLVSDNVSRAAAPSDASGAEAATAALAALDVGSDGDDDAAEEGAEGAPCALGRLCAALLAGGGVEELDASSGALDLPGA
ASRLLAPLLTARGCLLRRLSARHLDRRSVRTLARALRSNGSLDSLNLSSNMVYGRAASDFAAALAGHASLTALDLDHNPL
LDGGGAAVAAVLPSTPIRSLSLCFTGVGDAACDALALALAGDCRLRSLRLSGNRITSSGATSLAASLGKLAHLDLTANVR
LDGAATAALAIALPASALRSLRLSGCNVDRKACSRLAAALPLSRLARLDLSSNHFSDGGSDELAWVLGGCGSLTALSLAD
CNIGDEGADELLEALADADAPPSVRSIDLRWNKLGSTHQGGRGVSGDPRADASSQKQRTAAERQTEHLEHTWQQAKAAGK
PQKVYVPKWQREARKAAGGGGGTGPSAVHESDVETAGAAAPMAQQLEEALTISSCDPTGSTKLDANINETLYFMQEFQTG
GSKAEEAAEAPATAEEEAEGPATPAAAEEEAEAPATPAAAEAEAPARAAAAPAEGLSNAEFRRFLLARPKGPQPGEPPAH
GESAAASVSGSEPPPAPLPPLESPLRGYALDSSHLRAGGGVSRRAALNPLADCWSRTDALPKLCLQFATTGRCGVRGGQC
RYSHAVQGQPEALLHAEIRRSANRRGEADGCGCGDFVPLSLGRAVLSARPPPASEEEEEAAVEEALSLARRAREETGAHN
LEAAQASAALLALLAERYQRPGSAPPSRRLRKGLLRTAALLHRGGLKCDTCGRAFDACCFWSLTARVEACHFFAAGACRE
GSRCRFVHVGAPPKAPLGASTYEPRPGPSRVSVARVPRMRCSLSPHGVAAVLPAQPWGLVVSREGSALIRLPEGLLLAVD
GVWFRDGARLVEWLCQGGEEEDLARRKQEVCGELLRSATCCPTHSPLRRYVEQMVQLVDGLARILGSRSGWEGVEGVARA
RVPIVKCVDSDSRIPADISIDNRRARAKTALPASYSPRARCRACPRHRWAARRAINDPRASFPNSYTWCQLLIAYLQLCS
PPVLPSLTSLAGGEWSDAWSADPLLVLPALDEGGDGGGEGEPERAAHELRRDHAAVLEAAAAVAAASRTSQDVGSLLSGF
FHFWADWLGEGGSGRGGALAQWWVVCTRIGAPLQQADKAWPEGAAGREWHLFPIEDPVDEDHDLGRVLTPRSLAVLKQEL
SRAAQTLAEGGTLEQVLREHQ*                                                          
>Ehux_250784                                                                    
MGFDDLPEELVAKILTSCCETELLAVARLSRRLRRLASSDRLWRPLAEARFTSASGREVVGRYAHATRWVHVFRFALCER
QRAALYSARADVVSAERRVESQRSEVHERSQHLRRLRSAAARQQAARQQVGATKIVEEVKAVEARIAKAEANSLSRVHEG
VLRCSRAAVAELEAAVGQLEPTDPRQRALYRQRALAARHQAGPPAGRVVREPNHMPKSIGQNHSS*              
>Ehux_252843                                                                    
MSTTGALILRLSDDLVLHVFSFLRAEMLARVCALSRRMCAIASEDLLWYGLLCEELGHGRLPGPSMSHVVGEWRRRWIAW
RRLEVVGCETRSVQGEEEEVPQASHAPSPS*                                                 
>Ehux_254526                                                                    
MSHTFSAPAPLELASLPVELLFKVLLSLRADGLARASRVCRAWQGLVVTAARERLLALRGPAAAGTTPHGPSLLCSLSAA
EDLTRRIGRRADGNGKQPWRGQNWRDEWVKIRREELVLQGNELEDIVVETIETTLPRFRQEVEWLVQSGWEGCDAKAYTL
LVYMGRGALGAALRVGSRRYAASTHALTGLLLSRAGQGELAPHCFCNLSGRWGLSEEDPAWGALSAAGAAPGASFIATTV
SGGLVANDHTFADGRGLRIPIFCAHGVEYQLQDAAVVAFVSPPPSREGWHALVQTTPTGFSLPPLARVTLVSVSEAGEWA
ANGHRVCQRCYTVSVSYA*                                                             
>Ehux_257304                                                                    
MSRPDEQNYTSRLPSELSLHVLRRLGPWDLVAACRACAAWDHIARSEGMWRHACDYRWPERSRATPPLRDGDGAPLEMPP
WHRAAWPHRLAELSELPRHVKLLRRPRAAAPQPDPVAAS*                                        
>Gthe_62975                                                                     
MHSFFVKLPVELLARVMNHLKAEELLACSCVCKVWKTSALDHGCWLNLCHKLWEGRSYVPSRFLEMAETHEGVIRAYFAS
IKDAKRCSITTEELCSFEWSFRFKRSAGRFWTRSDPYWNGSPARTVKFHPEGLVKWESDWTRMRWKFVEIPDQTDDNDEE
DKIALTEGKAIRIEHLDMGRFPTELVQRHRSWGFILNSPWVVYASFPMVRSNRDRQLSDKVLEKRVRPWQWIEADEYNML
QIESGSDSD*                                                                      
>Gthe_102524                                                                    
MDGEDGEGEDELAAISAMYEESIENIVRPCSLTEGFIAVVELKFNMTRLRVHIPRGYPEIRPVVCMEEPGEEDGGYSEQL
MMKIQACVTARNACFSCTKSKTVEFERKSDGIDSDNVITLIEAIRCLIDEEDASRAGQDACSRVASRPQSEIVACSSAVN
NISSILPTDLLTKVISKIDRSHLLKVSLVCKLFSFAVDSAEIWLENMRRKGWEGQAVMAGASNSDDGSDYAAHCLPLKGG
RDTAAAAASAAANIKNVFRDMWRSELLWYMRETSSKGVVASLSRLGDQASTSAVTGLAYLRGGDDDLLLAVGLSKSIHVL
PLREFSWRGEGEERDERAPPSELTGGMGGAAEGGGSGDLVDPFTGIKELAVRDHRSYDGKMVNVQSSSDGKSLVAALNNG
KLMAWKAGTNGVKRAEDMGNSADAIILRPHKSSIRQFQVRTLSSSHHPVVIAGGDDGCLSVSSVSKQKGGASSMLMRGHG
AAITCVDSSKDEATHVWAHAIDNEAALTPAPAAGSVWCSRREGEAVGLREGNVLVQIIAGMHDGIVNFYDPRASSGQDGR
KANLVCSISRASARDPEERIFRCSSVWDKWGIHWLWGQRAMLASEEELLWGRIGFPRRALSTLRCSPNGRMLVTVDTLEE
LSCFDLRRMGVCVNVQAGETIGRRATSEKTQWSSEEVKKGRFSSELDWKASRIIQESCNFCDVMHR*             
>Gthe_104993                                                                    
MVCSADESERAEQDELSKDVLLIVFKRLPLDVLRHVLLVCRHWRVSALDPSLPAWHTLSPETFCMLVPEHHNHAIHNVER
ARHSHLASRPPCAKSRRCTELREADLRTVSHLDNEALMHVAKHCSRLSRLRIHDVMSLGSKITSVGLIHLTRICSNLTFL
DISYTVCSDKALEYIGNLPELRSLHMQGCSRIKGQSLPYLLSQCTKLEEINLYRTSVTASIAAKHLSKAMRTRPLRVNML
NPDDLPSAVDLWCGMCSKRLYSRLQSYVTMQDPTSKALFHVCTNISPEWMNVVICGLVPIRYSCINRCHAACGGLMM*  
>Gthe_162439                                                                    
MSWAVLRYLRTQGVPGFQPLPLFDLDDEILLRIMENMPPKFLLRTVSTVNRRLLTLADDDMLWQQKIRELPWQLNEKLVA
TWFRNLGSNKRVFRLLSQVGWLHGYWVLDNKPRGGMLRVEIRETDIVASLMIPHLNGHDPMEVQPIRKFDMITPFTMAVE
ASGLVLVTCGNTLAAKDFFGFTGSSNLDIQARVNIFTRGSSGSLFCKLVGRGDMKHSYLCHESSPLRQEIPAAPKRTRDI
RRRTGYMQDHYSSPSYSTGALMLCKNQSAVPRPAIKDPSEFDPRELQGLWRGAYGPHGTELICVSVCNLISSRFTELVGL



KCTGDPNVPSGELTFRAPLNCDAPLVSDASDPGMLPVPGMPNGLKKMYHCTCNFHCDCPRSCRGSRDDAIPVKAVYDGLA
LVAEHGFVNPTWNSGMVVVLDDNSGDMLLVWKGLFSVRFQRMNDQSWNQYVHEHVEGQTMPCHETLEVAAALDAMDIDN*
>Gthe_139497                                                                    
MFEVLDDDALGKVMEQCNMVDVLLFACSCQRMRMICDGEELWRRKCLECGLRRSSSLWVTEDCESRVGGGGGEGEGEIVS
SRRQCLEYFKLNIFEGRRYVEVRGGTEGLLDAMTRCQQECVLLLHPGYYSGSWKIKANTVIIGLNRKSVVLENLQTLGND
IEVNNVTIGNSHAGAAESSNVEYSFHSQHHGTIIRNCDIKGDGGILSAEDSSCLVENCDFETACVSFKGNGVIRDSMFVH
QASQRQRYQKSPSIIFYGRGNQLLNSVVHGKYISVLATAGSHCEVGQCNIKAGTYGIFVNGSKSKATKLTINESWYIPSF
SVYNFLSSSCLTWFCRVHGCNGAGIYVKGSAAGDIEETNLFKNLIGILVEGWDLPYMKHHRISDRETKTRPRPSINLSGC
FLSGNRRNIETISKDHISRSWDLQ*                                                       
>Gthe_140472                                                                    
MAASSSCSWTALSTDIYVKIFSQLSPHDTPRCALVCSYWKNAANEDSLWRGFCGSHSPPFVWRGEPERTALTTWKNLFKA
RDTCFSDRVGKKRAISLPLRMQGGYVRCMVVEEPFLVCGSENGMVTLFSYEKLRASFDGMKECKPLCVIKEQSQWVYSVC
AQIKEGNSSHPSILIASGSRDMTAQLYEVSTKDGVKYKHEILNVFHGHKDWIAHVSWTHDRNALISAGNDGMLFVWDFTK
KKERGMVQVETGIWQKEDEIVLSKANDTVEIVNYVKFERVRRIQFGDELDFRTYGCFVSFVLPSMVLAGINNSVVAMNAA
GEELYKVSGMETWLLRISEDGQRQLGHPADVDADIGEATELRAVRGSVEMFDLLRLSCRTRRKLPPSMCFINSRAAASGG
TRR*                                                                            
>Gthe_140808                                                                    
MEEDMNLLNIRSDRNPMVVAKQTDTSSPARRALHPVKVNVMQRIRSFLGDSSAPGSASKKVSSAKKERGSSAKKQCPARN
YDALPSIDLQIFYDDVPQPARSIERNICLSEDIMALVMKFMDMNTALNARLVCKSWKKLVSDANLQPLEANLKGEELQTG
LDAQSLLLTNRRLENNIWTQSHACSMRTHLSRQETVTEEMRTVLVNWLIEVHFKFRYREPCLHLTIQLLDRFLARRVVPR
RRYQTAGVTAFLLGCKFEERQNPHVGDLSYITEYSSTRQNIVDMEREMLLQLGFDLVQPKPSCFLERFSKAAGLETTQRI
DGKMSVSHSITLFFIDVSFLDYTCCGTKPSLIAAAAIMCTLRVLNRSEWTEKLAYYTGYSRYEVKMIADKLEDRAGRPLS
SAMQLKYG*                                                                       
>Gthe_164132                                                                    
MQNPGHVHRFCKSQSVEIKNNFDENMILNLSDILHEILIYLPAEEIGKVMSTCRMIYAISNSEHLWRRLAFRDFPPHLSV
WDMSNQDSTLEWKSLYKKAHTDYINLRGIYAIGGCCKRLQALCTVYRFEVDQRIWREVPELQHPRFFAVAAELQSKLYIM
GGMQGAFERLRSSHCAAVLHSKIYAIGGDNLRGALSSVERLNTEQGKWERVADLAGGLDNNKNVLDSVERYDESIDKWTV
VTFMPSPRVCMQLVSVSGRLYFAGGFDEMLQRTGAVESYNPSSGSWKNMASLNRDRGSFALVALGGVLHVIGSKPDQSGS
KCSMERYNYELDRWDDIARQSIEGGGAEGKWIPGSDYFHSCRAFHSFML*                              
>Gthe_113315                                                                    
MADLEEELLREMETESECSEAAEEEASPMFLSWSGKARLNLLGEDVLIRIFSMLPVTKLCTMALVCQWLRKVSGKDVLWK
ALYLERWADPKSHIFARDALREGWKKVYASKDMDIKAQDENEALMSSIKCIEDKECQDAFRAMQAAKRSLSLNKKATPKQ
EEGNSAMDLLQNAILEFKSRCKFPHAGHSSSSGSLGVSLPPFESGTKVNVDTNGVGEQKRSQSQSSMFGKGGFFTSCTAG
PFRDFLAHKKIFPRKHQLEVCICKLTGELHMCSYDGLARGCELSLPNDDGYFVCPITGIIWCNSRLQVAVEEDEDEP*  
>Gthe_80497                                                                     
MVVKIFLSLTPKELGTCSCVCRQWREVACSDAVWETQCRRRGWTSEHRAWSNELRTLYDRYRDLAGRRVFAWGSGEYGQI
GLVDEKGREVTSRQPMEVKRLAGMGIVLVACGSAHSSCLAACGRIWTWGCGKYGRLGHGGEKNEPQPREVSSLPHRAFLV
ACGGSHTVASVYDQEHGRVELYAWGSNMYGECGTSDHLKNNDIPQYDESSTTRLFTRRKINLVSAGSVHSAAICCDGEVY
TFGRDCMPKLKGGGGRLGHGRHLSLHGIRDEVE*                                              
>Ngru_XP_002673583                                                              
MIKLLLGPFSCILETLRSFSSTPIGENSQIIQIPNEILCEIFEYISGSWFSLLRVCKSFRKVVIELIYRKGIIFNNSMMM
DLFMMENIRIDENLILDRKILKRYFKTHVYEAACCLINDNRTVRSPMSVVFDPDLWQKQVQQLKNSCTCFHEYQAKQPKE
KKKHYSYIAGDFNVGRSTFCETVVYNKAKYKIHRNWTEYLKVDYKIGENNSYEHGLFFPSVPSLTLASRQSRTIPIIFAI
DNEKSFTTAKTMYESLKSMYKERDQIAEFVLIGNKAERTKRVISKQVAEKFAYETMDSSLYFEQQFNDSEQAHKIMLYMF
LMGQIILPLLDIKEYY                                                                
>Ngru_XP_002682912                                                              
MRTLDDDRRITIHGNVISNQMLIGLDENGSMRNLYGLASDLPNEILIKIFTYLNGISFYRVCLVCKSWYRACEDEILWEQ
VCSMIYPNETQKMQKSNNRRNKITKFKNIYSEIVYNDFILLKTGSFEKKDIKFKKSPWSKEDYIFFHSPNNNNGNSTSNN
GNNSANHLNSALVSTGSEENVLSISPSSAVNQSMPVKIVVVGDGAVGKTSLLGRFANDEFLSDQYLPTIFDNFTTYSTFD
NKTWAVTIIDTAGSEDYDKIRPLSYTGCDLFICCFDLMNTSSFQNVLNIWIRELNLCAPNVPILLCGTKLDLRISNINES
GSLKYYIDSKFSKYGVVTFDEGVALANKIGNCVGYIETSAKSGQGVKKCIETAISYSCKYSLSQLVRYMPRSPTTGSPNS
DNGTIPNKRNSNCIIE                                                                
>Ngru_XP_002682840                                                              
MLVTCLNEQHEVKDVSMSKIQQTTNQHTTHHLPYEMIVEILHYLQSGEILKQCCLVNRQWQSCCFMLPLRVKIAPRLNHK
LGEIIADNRWMKKVCDLDLSFHPLGDEGISSLVQSRVLSNLQHLNLHRSRMRTEGIRALCQSRYLMNIKSLNLSGCDIGL
EGIKSLASSTNLPNLETLNLCDCSLNCESIRILSRSPPLANLTHLNLRNCTVGDDGARYIASSPYLNQLKVLDFTFSNVG
FNGLRELMESRNLSNLESLDLSHCEITNEGCKLIANSPFMLRLQHLNLTFSKIGCQGVKYIGEGSSMSLLQSLDLTFCKI
GREGKQFIQQSPFMNNLQVLKCYPLSNNL                                                   
>Ngru_XP_002682465                                                              
MGNKHSASSSSRNDNNDHLQQQRIKSKYSVIEPDDSIKVRQMFSYDRQSFELKPLEISGPFYEDSLNRLMVIPNFFSDDE
CRDLIKKCSNFQSLEDEYPKEHRNAMRELVTDNKLADLIFNRLKNKIDLDQIGKSIAPYGLDSRGRWVACGVNECMRFSK
YEKGEYFKIHTDGQFRRSENERSIYTLLIYLNQDFNGGETKFFSDPNDDTFNLHHTLKPSVGKLALFNQDFYHEGCSVIS



GIKYILRTEIMYLRVDNNSIPRDNNFEQSETYQQIGQAFKESETLEKSGDVYGSSEKYFAGQRLLVKSGKTFEYLLNRQY
CILEGPVENDKNDNLTVLPEEIILNIFTFLSESEICSVGLQLSRYLNHLARSPILWKAVYKKYWNGNTYLKLCEKEPLTD
WYHAARVRNFTERNFKPICIDITSEVATFGFFSDETPKTTEPYVGRYTGGQ                             
>Ngru_XP_002682218                                                              
MGQPMNRQLQHTGLISESVNEVFASEDETLSENVTISDQNNPLFVFDILSEIFSYLDNFTVYLRCVLVCKTWRYCAWHLL
DEFNFRYDDLDLLFYGKEGERIAKQFNPSLGRSEAVRLNNTQMLEYMLNLIVRNARYLKKFNVVGAQQNEDIKKMINDER
IALLMRSCSENLEMLDLSSCDNLKEVSYSQILNKCRKTLKSLKLRCSLSIRDTFAKDYISTLESLEYLNLSKCCYIGLYS
LIPISTNCTKLRVLDVSGCTSFYGFSFLRNCTVLEELHVQTTYFSSDDFQYIPNSLKILDVQNCEQVRRLNHVANLEHLE
EINLSYNNIQLEGEWKNHVMKWKILKAISVPVGCELLDQTPYLKHLEIGFLEASASITMLSVLKRSHSFTEEDSTAKLST
NLKHLLITDSHLTHSFVEELKYYCPSIVLKTRRCNI                                            
>Ngru_XP_002682024                                                              
MIRKKVRRNPASGDGAQSLEELNRIRKEQYLKKKAMLQDLVNAQKKDIPIQYIILIKQYEDETFDEIYVALDPMLHIFSF
LSPHDLLLKVGLVCKSWYFLSFRTNFLWQSLYYKEFGDVQARPIHTALLDEDDDSEFDGHWKKVFSFRVDLRNKWYNNSP
DRVGYCDIMESEIVKSTRTKYTNKGELFRKDAHTACVGEDEIGTESENKKLYRVNPEDRSTITTMCLIGSDRLLAGDARG
VIKLFNLRSFQQVKKFVGAHQTSVHKIVAITPEHLKFKSDDMSVLGYSFKLEATHHYFLSNDFQNNSICVWDLETGLLLK
RFRGTDKVHSVSGSSTHLNGTVLDMRICTINEYGPVLFVITPKNVEIYELNTLRLLKLYRPFYEPKKHEIVTKKLIDAAI
ESFDKDDIEVEQEEEEADDNFDDDTGMNQPSKTLVCFELLDGNTFAFVSGDMKLYVYNLSNGICVKKMDMKHTKMLDIDN
YNRPTSIDSFKKKYNKFKESDVLITQIAKTNLEGQIALVLSLRPSGYNGYDPLKSYIKYFDYRFGCENPVRSCQVGNYDY
YSSGKIFFDDDKIIQCTQSHIQLLGRWDGTLKQELLPTLNVGYYTIANFIADDRFLIMGTSFGGIVVNDYGGNLLYWSDL
KGRKLVDDEPKEEDKMDDSQD                                                           
>Ngru_XP_002681903                                                              
MGQSQKPIAAPQSAETTHHHNSKDPPKYSLCTRKEHENFIKLIAIKSSTTTTIENNSFKLNDEENSQFYLRTVLIREENK
SWLERELPIEIIFEILRYLLPDDLIILSGVSWNFREVWTEHPFLWFSPLESGENYGKSLMSRKLVEDFINNSNNLVANWK
QIYLQIGNVMMYPKSFSNFADQCVYGRIYGEYNTIQKIGFIGMKGCGKSTFCKLLATNKLDLQMKSTIGCDFYIQYLNLD
LEENNQLIKYCFKLEIWDVSEMFRSVYRGLHVIYFCFDLSNEESLYHMINMFKDCCTNDLYINDLSNLENELDTDIVFLG
LKKDSKTISNHTINNCIYPFIDRNVPYHQRRVSYFEVSAKEQDRTTFYPVSHIGFLPSKREHCFPLTPLTKDNEERFRNY
GALD                                                                            
>Ngru_XP_002681768                                                              
MSLRSLGNDDQHHHAEEEEQLNDDGTTNLIVHRSNTRHHSSNHNNNRSIANNNGEFSLGNVFNGLIELISGKRMMTSPRG
NAFDEQLSSDEMDELLETNDDEATQVSSSRAIGVFNHHVLYSIYGFNVNPDRTSEYSVPSQWEQIPRDVLLIVFSFLPYE
SLIMSISQVSKEWLFLSQQNILWEKFFLKQLFPSKHSKFIFSSFQGSKYLPEIDKKENLLESLQSRFYIPLFDPNPNNND
STRFEGEVEDEKRKEIKIRIEGEIEEELEDKFKQNHYNLRNILGDKAVSSIGTSEINRYEREFYTLLHAPYICSFYKLCF
QKLNNFVSTATKQLETHNKGREKLENMYEMCHNTQYYFTFFLGVPISTASATLCLILQLIKMNFDMFSVSMDDPNAIDGY
WILPFAFLYPPLFCGIIVLFQQFTKAYLRFKLKSRQTVQGVLVILIGLIFIFGLTGFFFMVNLSCIFPLSAKYLMDDTPG
IENIKFYAFKRIVNNYSFIMSPFLIAFILITVVSWISQTITLTAALGGNRRQLIIRNIINTALHLFFCLLIGGAFVLLHY
SQKADASPDDEDGLAATISYIVIGMHVLIAIMHVATCLMFGFILKRFCTMFTPPAKRPKMKKLGIALMINVVFLFICSLG
LEVMMGVNYRLFTLPLIPTPTILCIGFYIVSAMYKLWIS                                         
>Ngru_XP_002681766                                                              
MSQAVPSSLMITLIESVSVLSDDVLCLIFQFLEAKYCIGSCSLTCKKWHQLTKSVPLHVKYFRINYSDLVRVVSTDQKLA
LNLSSLDLNGAEIKDRGVKCIAESEFMVNLKALYLGSNKIGDEGVKYLAESEYLKNLQTLDLYFNEFRLDGVKYLTQSPF
MSNLRKLILSATFYGAEGVKCIVESPYLTNLQILDLDRNKIGNEGLEYITSSQSMSNLRVLSLSDNTIRNLGLKYIAESQ
YMSNLEELTLKSNEIGDEGIKYIAESQFMSKLGKLFLTTNFIGNAGAKYLSDSQYLSNLHTLDLSSNQLDDDGVNYINES
NLMSHLTFLNLSNNNTSNNKNLALDNSVIFVLCCVVLGKTLCSCWF                                  
>Ngru_XP_002681633                                                              
MNEEGFSSLLQLRHQTDCIGVILQFFGFKERICKLSLVCKDWMKLIKQLPIRIHLHQYSNWVGWDESNSKTYRKMIKSEF
LNNLIGLEMSGCVSEDVKNVVKKYSKLEYLSVHNCHPRGAFAVAKYLPNLTALDFSESRILNIGSISIVKSENMRNLTSL
NLDYCKVSEVFARELVSSPYMNNLNSLSLKCNNLKVEGVKILSQSPILSNLTFLKLERNRIGKEGLSYLCNSIHMNKLTS
LNLKGNSLGDEGMEILTSHNSILKKLTLLNLSGNSITDEGIRTLVNSPDMSNLSSLYLGNNDGYRGWFKVYSLYNNYTKL
AVEMIVESPFMKQLKNLQLIPMAEKDKVLLKSIPNLKIVSR                                       
>Ngru_XP_002681493                                                              
MFPCRDELSVIFSFLPLEDLVNSKMLVCKYWREAAFGNLGLWTALLNTHFRWEDFVNPMFPEIEIELQNSDEGLSDHYDY
LEYLFSIIPKFISVEERNEDVTIVQGDSLSLEQVFTFSFPLLKNTLVGEFFEIRRRENLMKLVVIMTSLISDEYRPNPVT
DQVILHQCFWDDNSDIVKEAKILIPFSLFCFIILISEGDEWFSCLDLLFFKKRLNCNVKYSKIVYGVSPYIITSDDDSEE
EEEETSTDKLEQYLSQQITPFCYFSNLDGHYTSQSSTSSSWEDYDKQMFPIFFNAGAPYSFYEMRVTLNEKENLIIVEKV
YGSGYY                                                                          
>Ngru_XP_002681342                                                              
MSQDVLCHAFSFLDYSYTTTLSLVCKEWYQIANSNALWEFYFHLLTNNKKGKTRVSSCSVSVDDLFWKNKIRDNFSQYAC
RISKKLSLESKCYLNLKYKFPDNFSSQVVKMILSRILLESLESTDNFDFPFKTHKLSDDYEDGPLHFKMKFKISGIDEPL
IVRWFGIVQNGFFLFGYYYTNGYYIYFATESDDKLNAKYFAGSSVDLNGIAQQGRAFIYHFNSKNMPADVWGRQYLCSTI
LSHIVPTVKQYELSPIEFVPYWCFLFPLIIHSMSDNAVTFSKEFVKHYPNIISNRLMYHYMANYYKNRYTFDKKIALIFE
NYRPNTEIQKKLCKCIIKNKKLPPFNPRKKQESTLMQETVTLLREIIPSRTLKFICGQAPLNLKPEEEFIRNAQTLATFY
KLLKNPEEMKEVFLNYKFKRPHQLEQFP                                                    



>Ngru_XP_002681254                                                              
MAGEEQGISRRKKWFYFFQYFFLFILFAHGIRSGFFTLLNRSQYKSGATNTMCSQATPESVREKLIRTGHKSSETDALIS
TKSLNVFTSSEFSNLKKEHHLCDYPSELQFTKVIWLFTDGLPVKYSKKTFDHFKDHMVLYTIDVPGPKYSHAIYTSYMTG
QLPTNYQGNPIEGDSLVKSIQRSPDMGPLTYVGPEWSFLAIHGNKHYDKLFKRIELKEEPLDQPHDQGYRFFFANEDARK
FYRETLDTIKGEGGSLFAHSAIFDHINHGVFRHDPTNLDYLTYLSDRIASDINPLKDWIDANPDYLLILSSDHGTDDVSN
GYVLHGYSRDGNEGYVMLYNPRLKPYDERLDIVDVCPTVAKYLKGVDIPADNIGVSRAYFGDDEESLKYKSYVLKESLVQ
LTDTTTRRGTDLLRSASSILNLLKMEASDMSFSEKFKSIRDFNTELSKLNVEMKQKLYQLMDTPVFWVAFYVACTLVMVV
IGLYRFNFHAIHLLAENVRETAPQEQKALYVQYYTIAGFHIYYLGFIIMAFLYFVFVLLFNPKRLDRLIIPSLLYAFALM
RDTPFGRVVTLLQNVQYFYLLVPAYILINKYCCQVKKKDKGFNSSGSSPQFEDDETKHHFFDILQLTISLFFMNHFMYGF
HIGKEERLDVDAHPMAGAVGTYRALTDTSEMKPIVCTHCRQAVFYNILDTVLIGFDNLILHEFLEDVVRYIARMDITKET
KETKETKPSTQNTSKERKNTEGFAFKFTSPERFDTSGLPASKPKKNSSSSKVFNPVTTTELHDDDESIDDLPSLIDVPPT
TDKSFIVNDKIFGSFMRDTLFLIAEYLPYRDALSCRLVCKDWYSLDTYEIFWKTIYHQYIISNIIEKYQKMKDYSATTSA
TNNIPLSEILNDSKHYNREKKKQTVKLIQGINSNSGQKKLVPFVVHRAVMQSLLNAYEKHILEDGTAERGSIKEKLFSLQ
QNGDRRFKYLMEKQINSEMTIALNVFFGGLKTNFQYHSKEIVLNFLMHVLGEEYIRNISVMKFIPNVDFKLVLKKLFRGI
SQSEEYPKYWEIMIGLSLQNLPDLIPKKECSNVLKGLFESSKFKAQISWISIMFSNCYYYEDVNELMYELLNRNGIDTSD
TLSISEYFTGSISKTFSLLSEYTFFIKYLQFLGKFLEGEKIYVQVTESSYFYSLIGRLSNEESTSLNDFLDNLPIPLLEM
IKLRGINQFNVNELRLLEYVKGKGILYSQSAIENYLARFYIYSTQYGQVIKFLIDNYHADIYEIEKKVKFFPKLVQYLSN
IYNNVGVYVTEFATLFSDKPIDLDKLTECSIGDLILKNWKNPTEFVQFCKKRFIQNIFYLPTVCRILSQAILEYYDNKLE
LKRAIYEAAMFNENLTLSNYVSQLLEEEPELLQETTLQFNNYPQTDPKFAISVYLFCNEK                    
>Ngru_XP_002681171                                                              
MDQCYSKHVVDQQQTKSYQRNYQVLIDIPDEIIIEILKYIPSEIIIGKCSLISKQWYESCWKVPFSIRVKTRRAASIFEE
TLKSERFDTCLRIQRLDFSFVPIIGNSLELISSSPSMKSLQHLNLTRCRVTSQEIKILADSPNIRLLSSLILSGCLIGVD
GVKLLCQSTNFSHLKVLDLCDCSLTPEALYHLSSSPNFFRLLSLNLRNCLVGDEGAKQLSQSQFITQLTHLDLTFSQVGL
EGIKSLSNSRNLSNIIHLDLSHCEITDNGTKQLSSSPYLSNLTNLNLTFCKLGPESSQFIAESFHLNKLINLNLSYCKIG
YEEMKMLSARVKHLVCVGSTVVNHSVGRNKDSSTVSNTVSTAPHTTIRMLQPAMLC                        
>Ngru_XP_002680994                                                              
MFENLPPEIQMEIFSFLSLKHLGSIQLLNKKISQQIIDSKQFWIALLHNYSRIVKPDHQKIKNNQNNKEEINHSEIIETL
KELIREQCEKTTKIRYEIEHTKTMIISFKCAKEQKMNYVNYLNKQSSKADLKMEGIENEEMKEKVVSELLARCELFEEHK
NDLEEQTQALQIELETNLVD                                                            
>Ngru_XP_002680993                                                              
MLSLSNSENQTRSLEKILDQVDDIDDDKNNDRGIIEGYTPFIIDCSKFSSLPDELLIEIFQYVGVNPFEMMSLSHTCRQW
KELINSQFRVWQYVPLTISRSKIVRGTKDEVGHLLLKYFDRFSPVYYKNPKYAKVYKQFDVQYEKYIRDKVYENKIKESE
VPALLKAFKKPIIVSTDQFIDFLKHVKKEKLSAERLRKTRDYFDSISSNVSKWTVRGYLLLLMALLINICVSMGLFGETP
EADRSLDKGLWWLPWSFVPMHAIIIYSYIVVAGLAVNESFKFKSRSEIGVMAIFFLVLSVLTWIFTSFKYDMYEKAGVEL
SYWQNRLFPQVHLLYLLPFIIISGIGTIIPASETFFQHFYRTNKFPFFSANIPWASLDRDKLTVFATFLLCEFSLLGFSF
FGEKLGSKYSFIPMILGGILGGIQAIKYNYNRSDTTSQMFSVLPIFGSIAVGCLAYQSFNYWSFIPLTLGVGAIIGYGLI
KKDL                                                                            
>Ngru_XP_002680838                                                              
MHKLTISISHIDDPYVLLIIFSHLDVSTLFKSCSLVCNYWNSTFFSSTSSFHHALIKICYLNSTSGRLNLNEQYRELFGS
DDSIYSQFDEIKLDFIRDDSKNGNLFHQLLKKECKKKNNRKRKLITLNKECEFIPYQREAMGSIKQFYISNKLNFKLDSN
NFINQTSVQFAVYYPFMVCVDNTKNVMTLVSLVSGIEFCKHVFESKIVVDQLQFKFHSQMQQYYKSKLRIDSTSECYIYS
LYLLGKLPNNDGIVKKFLFIDNLKDDIQCFEDCTYLQDPLPLWLSHYITACDWDCNTLDVLLFNTRDYVSLLLEDNYRIS
FVFDGNVNNNNIPKNGNYPIIPIHFNNWKIGSRVIAANITNITKPLMKEGLALIDSEKYCNFSIYELKLCYENMDPGFEC
KLFIDTFYVLIAKKNEEFITNNNPYSIMWKVSKRIGYDGMLEIDVRRISNPCSTYFVTIGELQNKVTFMDQGRKFKLSTS
FYYYNYLNGLINYIDDLSATDYWEYLSFTNVFDSWRYSDIDWSIKYFLEDTLKDNIKEKIGNKTQVIGNVEDYFYIVVQN
QKKGHYVYSMCMVNYNKFKTDRITNNRMCTH                                                 
>Ngru_XP_002680716                                                              
MISGQAVETFSDSIGVNFLPREIVFEILQYCNCIDMILACSKVCCEWREVSFVLISDQCKDLIKKFKIKLLNDSDRSNLV
RYLIRREVLNLARKTISKFNQNSIGNYFENRETEITQLKGYFSQFTDLPNKLENSTIKPEKQEKVESDSSNQLFGAFSRF
VSSFFSDSRIDSSTNEIPFKRRIVKVLMKGALLSGKTSFIKCSIMKRPVDGTIRNSILPDFGMVERQLDNDLRITTQLWD
EHRYNKPTEFSNVFAVILTIDPYNVITLNELKTFIEPIKEKLNSTIEVILVQTKKDLQNERNERVRYLSEEPFEQFSFRN
FRGGLSHNISNTNIEEPSLILWYCTLLNYLMMP                                               
>Ngru_XP_002680512                                                              
MGQSLSLDDEADNDMEQIQSSTNQSSESARNIYNSIYQQTSAIELDCSEDLFGSENIWSNLPLDAIKYIFEFLPFSDLFN
TSRVCKKFNSLCWKHLTVIDISKESKSAALYVNDQVLARVVSLIPNIKHLSLCGCRLLTSDSLELITFQTNLQSLDLSYV
PRLELSCLCKIADTCTHLKRLVLAGGYRSWDSGNVEKNFPFFPNLEVFVFKRPNCTTKQFREFLRKQCNTLKGLNIDSPQ
NYSAIDSEIISDILSNEKCKEQLIFLNLNFREDGYAASSFNSKVVANLQHFKKLKGLSISTFVDEETCKLVLKSIGNQLE
YLNVTRTGPSAEITSTLLSVPMRNLKILSLHRNDLLQGSNSIHVSNIKKILQSALNRDGDLGRLECFEFCYVKHNDSIDE
LTSKFNPYFKNIREWKRKLGFEDY                                                        
>Ngru_XP_002680289                                                              
MPPRTARRKKAKTKADSSDDHEEEERKQEEEVEEDDRVVIEVEDDSDYKEKTKRKRKKKNDDSEKPKKKNKKSSASSSSN
VEEEEAEEPKKKKSKKKDKTDEEEEANDKSTPLDENTEQYDMMDVKEEEVEVSLDSIKFDNEFTMQAVNHVKESIAFLDS



VELNYPSLPSAERQGIITILKHLQNKVAKLGDLCKSAELLLFRGKNHDMSEYGLLNTVQLPEIWSTVFSFLDFSDFLKAS
QVCKTWHTASSHPCALSCFNLDFDADYSVLHFVEIYKKYISWRLENIYTVWDIPQRLIKWFASSGVVFPNAKYRDAKYRV
AWDDSSIETNDSDIAQVFPKINKSIFEPEFISLWGFLDIRSSSKKTIPTGTNIAKLFDKHVEFEDPASIEELVILKVDES
KLPEFENLKRLDLSLLLRMKETEDMTYCFKSKKLTKLCVTYSVFFDEMLPVVANLENIKSLKLVDSASYRKGCTIVSELN
RFKNLIELEMETLNESDLIQFPSTIRKLKIGKITEKNAKIFPLLVNIEELHTTEQVLSHINLIRLPNLKTLLVYNNSSNH
NKQVTIESSTLENICLLTYNSITIKCPNLYDLRLGPGLKGGSDSVYIKSNQLTNFTLERDIQMLSIQGPNFVADGTILDR
VKNIVDLECPLIDKAYVNSLSSINQGDSFRTLLTKQIKTLTISVSYFELFNTKTEIQRLTITNWKSNQTISAAKMNIYRQ
NVHNYKTLEIINCSVDVVNLLNSIFKDSTSLESLRIQDTSYDTEYFDSLSDPTNYPNMKSLSLCNISSLKPQNGTKFLKG
CDKRPLLTRIELQYRSSYKKKFGTYIPIHCTSYIGQLSGCVNTSALPNLTHLTITSGGMSFIDYSAFNYFPNLKFLHFSQ
LSYLDSSMAGSEKILDYCKNLETVISLFNVPKEFHEKKEITVVENV                                  
>Ngru_XP_002680224                                                              
MLELPDEILLTIFLMIEDDDKTWRSLMLTCKSLKTICYDYRYQMVNFPKATIKLYQGKPNQYYISLVQFDTNYSTYKIPH
RMDWPHPGNTDVITRWFKLRVDPKTMLIHTSDYRFTRSTGRCSHHPESETQIPYASCFGCESPGCDDAKACCDLTGTRFK
FNAKFHHDGCASNGSWKFEKHNKKIKLTGGGYCGWTTPLAAKTEIDAVLGGWYVGIELD                     
>Ngru_XP_002680189                                                              
MSSQQSNIIDDNQSTMKKHDKNSQISHHHKKNLASQPEEIIEQIFEFIPRDEIIRVSGTCQQFRRLWKESPHGIVFNMII
QLNYSFQKYSYSLNDEIELGIYTKETISRMICKKEKERQQLFNLEKKDRLLTKLSGKENISENFNKAIKLITRFDYEEIE
REHNNSPCYARGFEIEFGQLGMMQLWKWNYLREDHSELSAKMSEKLKSLNLTEDEWDFIIKMACNYINLSRVDLDDFYYQ
EIRESIFKDHYIMTKPIISFRF                                                          
>Ngru_XP_002679999                                                              
MPFSFRKKRKADATSSTAEIEQIITIDTQQQTNNENAQPNSSPLLMMRGEPKKKTLSKSSSHSFISWLTPRKKTQSSQSI
SNNNNNTSLTSIEDNASTIQQTPKTPSTKSPRNSKLVTSQSTSYIMDHVERQKSSNFSSSMLPLTPLNNNNYDSQRSKIR
VVKSEKTPRTCSSPTSDDEYHLGIKHSFTMSVISDEKSPRFILSTPDNNAQELVFGSAVENIISDYDSDGFCFSPLVDET
SPFQETANKTASTSILSDDQAEKEVDEYEIFEEWAKRFDTTEPSSLSTTQLSTKKKSASSSFSKLFNAVSHLDPFIHIHH
TTPSRGNKVKSLSPKSATTNDLFNDTETGGALIINDEPAPDRGRFSRSFKNLMMGKKSPVNGALSSLSPRHDKSPPPHTV
VQHSRLLVILPDEIKSLIFEFAEFKDILSIRSVCKELNAITDDDRFWQRVCFELSLDFSQVTYKHLKSLFIENQLHVTLA
GDEGVGKSLLIRRLSNNPASILESKGGRKQLYDSMYMQDEEPYYIYFKENNKFDKSHKKSSRREDVYFVCFSILDKKSLS
RTKKWIKAIRAKDITKPIILVGLKVDLRDEEGSDQFKLIKTEQGEQFKNRFKLFSYREVSNKTRTGLEELMRDAINAKRI
QTEKFYNYDKTLGTEAEMEDISEDVFNYSDEDDMDLDGFNSALPTNTATTSISKTATLSKRLSQMKINFVLD        
>Ngru_XP_002679836                                                              
MGQHNSSSSFDNDDSSSMSDNDVIDEVNRVEMNPFCVGIIGTGEGGKSTLVKNFKSALNKYSLTEFDREELRRILYYMMK
NAMASILNTELDNQYLSNNIDSDYEAIRKFIPFFTTPNIHLAYSNRHRYQFPLENFESLLRKVDSIQNLDIGLQEDLESY
WMVDLLESKILNGFMIEGVEPIKPFINFGKSNNSSIEVNQIPSTNMNEDMLSEIFKFLNPYDLFSVMQSCKQFNKAANRE
NVWYNLCKYHHPHISYRFAMKTFEEMTRNQLDSIDEENNIFKVYYKNRGWIVQKSIQYIQNMYLSHIPPTISYKKTLVMN
LIDYKETKQAILQILRNERVIS                                                          
>Ngru_XP_002679756                                                              
MIIPHPESQPDEIIENILNFLPPESLLKVSSTCKQFRRIWKETPNGIVYNMIIELNYSFKKLSYSMKEQLDVTKFAKETI
CRISENLENKHKETRHYEFISKFGEMDLSENLKSAISKIDRVDYGEESKYYDWRNGMTHAMEISFGQLGIVRYWEWEYQQ
GCHWDSNESSVMNNKLKDLNLTNDDYFIRIYYKILQC                                           
>Ngru_XP_002679586                                                              
MFVLKKSKDKPPINTTPTGASSPSTTTHHTNSTISVTSSSNNDKRLSLTSTNLARLFLSKPSPNVVNHAESAKNTSSSSS
HIPKINVESSLETNSNINSYNQKSSLIVNASPTSNSSFLKSKSKQKRRKHKKRIKNLRKKFYYPEDTSQLIRYSDIDFGY
GSDYEFSFSDLPDEIIVQIFQYIPVVYLAKNFSVVSKKWSSEDFQITDKGLLQLAHKYIYSNADYLAMPPAIDPISGNFD
LNFDYEQHLDSIDESASVYSSTAFDTQSYNGEDDENTEAIGEEDDDVTSTASTDISSFTNTKFSKAIAPTPFNVLYYQRN
FGFTSKRNPNSREPNYGLQTLHTLNVQGCHYITDNGVKYLTYISQNLTHLNLRGCTKVNDSAMSYISQFSQLNYLDMTGC
VNVTDLGVKHLSQSACKTKLKYLDLTFCHQVTDEGVRYLSEMTELEDLTLQCCRHITAKGLTQLVNSCQNIRVLNLTGCH
LLEISGVRSGSLPKLEKLSMMGCKLTSDNCLRVISDWTCNLKELVLSFSDMITDGGIERVIINSKNLSHLNLKKCSNITD
KSLECISKHLSNVVEYLNLTGVRGFTNGGLKYLENCTSLKEFVIQRCIHVNNEGLAHLAYCPSLEILDISENTLITGDEL
LKLCKKGKLKQLKIEKCKISKEIINTLSQTVVITQ                                             
>Ngru_XP_002679580                                                              
MSKRSVNNSTLVGSTENPNKKMKESTRQLLQDIPPEVLVGELFIFNEGCELIKMRRVCKGWKSMIDNQVNWKDVVKNRLN
FLPIDVPECLLETFPSENAFWKEYFICKIAYGKYSTVHECRQKGHVNILKAFSENAKDYQNLTFSVESITQGYCEKLHPK
FKIIKNDIDEEYEEEEEETEEEKEVVTPESLYWKVPLESVTSGYSIGNGDDLIAVGESKIGGWPDLPKNYQWPTLFDKKW
MFGCQINIKHLSYYDRTGSLLPKDNGMLYFFCDPNGGGNGSYCAPKRSSSQPVLYITENQIKEMGGLERQEGNRTYCNAA
KMKFHSVPHQPRMTERGKVPNTLKIEEFSTPFDDKFTFFSLFSSMDFDSDIEIIDEDVNDDPVDYSSQSNLLVIYSGEQE
LRSGDQYLWEWGIPKQLIGKHEFFGCAVTSGDP                                               
>Ngru_XP_002679565                                                              
MSNLSKRNFNDEIPPEILAHISSYLPNEWLVHRLVCKYWSDMSIYYYLKLKMVSTRFVSLSDMEKFCNSQIVLQICKCSF
NNVNTEMLKTIFNCKLFTKLEKLYLSGDFSLKVLEKLIISPNSIIKQLKKFEIDLPNIKSRIKLNKVYKKCAKQTNNPIF
NYLIYLYNKDITFLEKSAELNYFPAIKKMKKLNKNSSEMKEKWLLKGAELGNSKYQHKLARHYRLNEEFKKATDWYFKSA
GNGNCLAQYWIGIYYYSGEYYEKDLKLGLEWLLKSAKQNYCFAQYGVAYMYCVGVGTLPNMEESLKWLIKSYLNDHKLTC
VGRSIVEFLQYFELLNHLPSEISNLIPNMKQKYGNNFDIFKIESTKTCKICDQTCSGFYQSTVDGYDSFDICDDCCDSSN



LENEFKTEIGERSLFTTHFLANFIPLIEFCKERNHNINCSQQFEIIISSLKACVIESY                      
>Ngru_XP_002679507                                                              
MQEINEHPFDDLIISKILEYLSSSTLEIINLGQVCKSFRRICLHPSTKLSFSNYLSKNRDENCDEYNDHDTVKEYLPFNW
EACFDFLQYFTTIDLGCQFGMPDAMDYIVNVALASTKIEELYLKNCEIYALTNVNCKISRLECCQVVVPLQFESIIQYFP
YLKHLKVEDCHVQLECSPKLQMICECLESLVAIDSLKDLFTINIQFGQLTELTFISTFEQEMYFEKIDYCMNYENFPKLK
KLTLKVPSKCIQLDLPILEELVLEAEIDYYDFRSMHTMLKLENLKKLETTSFDVCKANLIAPNLETLIIRDEFNIVKSWN
INPIPQIDK                                                                       
>Ngru_XP_002679498                                                              
MAQHLPAEILFHIFTSFTSPDQYLNNLMLVCRDWYQTTNYEMFWLASLKRMMKQQILDCASETLENCITYAYPEYLVIKK
NDILKERQHYVSSLKNREKILVVDMKPFTKRKETNDDIYGDSYKTKCIQFIRERRKRLIALEMAKLAITFEQPSLFQDKS
EWTQIMKLIENNQFFDKKVVANLGIFNTSTTIFHIFIKQALIHQVIGEEEFFDTVASFFICDCGLNVSTYIEPLIESRKI
RSFLKERNNSETFFEKYKNEVKSTAKSGVPAYLLKLIVSRVSMNNESHIEFVGKCVELFKSKKLIKFKESMVEPYTNIYM
NALYPNWKNIELYLKDMKLMECNGFDHYEFIDSIIRKGVFFMNEDEHEDLIIELLQRAHQEFGLKLDVPLPMSLTDTRTT
KTLKFLVENGVDINYLLPNGTSPLAQFIRHKSNIDAILYLIERGATIPPIETATTINKLDKLFDYISDIDESKFMSTLKI
LVEKFGPRFSGVAIENLSVVHLSMDNLFALLLLLKQSTHFNEDESTSLALTRFYCKWYNYNGINFDKKEEFRNFVENELG
IQLIQAIIDESNIGGEIDEEDEEFLL                                                      
>Ngru_XP_002679196                                                              
MSKSPSSAVKRLMRDWKEVLDYPLEYIYAQPYPIMNNGQVEGYDMYNWFATLLVPESVSTCTAISLTLTFNDNYPIVPPN
VKCLSVIAHPHVFGSYICLDMLSVPYKYNGTWDSWSAWSSTYSVLSILLQLESFLLDKYLYSKFSVIKNAEYKELIEMGH
DPKNAKFWPWAPHWGSINSQIPTALKSSNEIGNTQILRTKSSKSKKININGSSTATLDVIQSEWKGASSTLEVLSSLKSN
DNQFKGEKSSKTNTSIVMINGKPMEKITNTFGEVVLTQNQVMESLRHRASLLNVKPTEIVSYKDLKFNHRLDIMKLPPEI
IREIFSYLDFSDLKSGVEQTCHYLKGIASSKAIIQERELICFHSKVTFKEDTLGIGLNVEVKPNGYVDNISSPMDLVSRN
AFYNDNAVKSAWGIETKFWIPIFINKKHADFELFKSSVKAIYNAHPSITKEKSKTYSDLFNSPEVYIDLICKIMNSMIVD
LMKGEVHASIKYLQGYLYFHRWLLYILEIFPFTTNAIERKVKNFVNREHLRNKYNCPNLGEFLILLSVLGPANLNWDSVK
YAIVEETCTRNVLWAVKMFPELANLSIEQPKRIEKTWKANMVSCKLLMFHVFFLKTVIEKEHAGRSLDEVARLYDLNFGL
SPETQDGQDLEELVQVAIFKNNNAQDFEEFLEYVGLDEQLNSREKILTFLEYCVKTSEQRRYHKVPPNK           
>Ngru_XP_002678832                                                              
MSLLDLPTELQTEIFSFLSLKHIRNILLINKSTYNRITTDPFYWKQILQLYRKHIDPSHCHVKIEQLDFGENFYQDSIRP
LIGNLIDEKINYLDNLFCREMKYYAQVEKQSSIIRELTDSIEWTVECLQKSTNTDIRVSYQHKLTHLFGEKELHEDSLRS
FDMKLEETKRIIELLRED                                                              
>Ngru_XP_002678684                                                              
MKRKQTFGDQKNEKKTKANTDLLSSGNEPFYLPDEMITIILSYLPNAQILRRCILVSKQWLIVCGNLNLVLNTNSWSSCG
PVTLKKRLNSSFANCFTSLHIEKRTSLKDEISLIGESKLTRLQYLTIGKSSINNSGLDAFLSTPNVSHLKYLNLYYNSLK
SDSTVNGFKNVPNLETLVLSRNILSKDTIRVIVDNCPKLKCLKLAETFIESEGLEIIASSENMSNLVTLDLAQTHLLSTG
ATCLANSPYLNNLTFLEMYWCGIETSGIKDLCESGKLKNLRTLGLCRNSIGTEGAKYIANCEDLSHLTELNIGFNEIMDE
GAKAIFESSHLSKLRSLNISKNKMGGTSEGYDAMIQCKWLKNLHTFSIADNTISYYGSTLFQKCDLSSVESLDLDNTRIK
TSSAKIITESDTYQNLNDLRISRNSTLDDDTAQDFANSTTLTKLTYLDIYRTKISVSGIHLIKKNTNFPANLEVDLPFAN
VETTANKLRIIESIEEE                                                               
>Ngru_XP_002678303                                                              
MAQHLSPEVLFHIFTNFSSPDQYLNGLMLVCRDWYEVTNYEMFWLATLKNLMKQQIHDCKNNENFETLIDTSRTNMVVKQ
SDIVKERKNYLSSIEKREKILVIDLKPFTKRRETNDDIYGNSYKTKSVQFIRERRRRLVVLELAQIASKFENDIIDPHMF
QNDWEKIINQIENSKYYDKKFIANLGVFNSSTTIFHIFLKQFQVHFHRGGDFDFLDRVVSFFLYDCELSVSSYMEHIVKT
SGFNSFLKVRENKPTIFERFKNEFYFTGKSGVPAHFLSCVISSADLKDEMHFEFIRKCIELFKTKKLLKFKENMVEPYIT
EYMQAIIPNWMTMELYLNDMNMLECKGVNSYLFIHELCQKAWYLSQENSNSIVAENLKRANKELGLKLDIPIPRSVTNRS
NIEILKVLVENGADINSPPPTLSDSTQSYHIGVPLARIIYNCYTSSRTEEILYMIEEGATLPPMDTPMPTPFYESYTYAD
IFDYYFDTEENNFLPTLKLLVEKFGARFTGAVPVIENVRYASNAITFSGLCELLRYLKQVTTMNKEIICTPLTYIYCDWG
RSIVKDDLDKKELFREFLENEMDIHLVEEIIEEHVEVEVTQDE                                     
>Ngru_XP_002678112                                                              
MSSNESVFLPGDICFHILQFLPWKQIIACSLLSKQWRSEVMKSKLFGTVSVKGSLLVNLFRSLSFKVQNIQSLCLLLENQ
EQLMEFCENLSEMKSLKALSLGSAVLELPYIGDGLIQLFKCKELEQLSTLSLNFFLKGEKVGCGYGAALEIATCPYIGNL
EKLIIWANITKDGVAKVASNPLLSKLKVFSFFIVVQEEELKIIYENMKHLQYISVSNPNPKCFKIITQMKEMKEIRISSG
KINLQDIDTESMSKLEQINFTHTSLKSIKLLGTSSHLKNLSYISLNQGIDRINLTIEDLDEMFSGHLAHTLRYLSLALNF
PRNGLLYIAKYLKNLTYLSIDSLEILNDKSIIEFTENLERESLLTYLQISSNNITELSIEYLSNCSYFNRIESLSLKRSK
VFSFNSLDMVASSQFSNTIRSLEYKLDFDDVKIENHINNLKKNGQLVNLIKFPKSFRIPRKGSSLKRLDRDQQTSLVKKK
KQ                                                                              
>Ngru_XP_002678057                                                              
MWVEYHKSVGDNCLVCGQEIDQDELCIGLQALPRGLIEQVFPFHPDKTNSRIINLGSIRLGKHVDWNSLDPIKNDDLENS
ELPPIGKNYIHLLKNCFSPAIHRPFQCMFEYKSIESEDVAMVERMIVDWQKLRKILSSPQKKRKAVKEEDEDEEDSPSPK
RVTRSRSRKKVVVKESSSEEEESESDSEEEKKPRRSRRLSRLSVKKEKVKKEDDVQDLLVKVEEDDGPVDEKPLFETSCY
LLGLSDEIWCEILEYLNFDEYFNIAQVSKGMHFYSNLKVVWKNFICRYICPNAQQVQTTHFPQLEDNYKELFMKLYNNCC
IVCGEYLRGDIKLDNPVSLAQSKGEIRLAAHPAYYNFLVDNCVCTSCQSNSLVETISKTELKRFYNVSDTELSDMRCMKS
PNPFHRSTPMFKYLISQAKVVHQKKQEKALLLLHSKFKKLKISKGAYFALIQRGKRGHFGNDCLVYLALTGDKSNYKQKK



LEEYIRNLILTNQD                                                                  
>Ngru_XP_002678022                                                              
MKRHFDSESLSPSDASDEKRSKIEGGGSSFGLKINHLANLDYDSLGYIMNYMTIEELLNCRLVNTTWNEIVGSRRVPSFY
AVKNLMDYCVECLSTERNDELYVSLKKWIDGKLYSLTLASKEPGFFSDTPNPLVVDKYPTMTVISSSVGWVDDGSHIELM
IHIKEGIKIRIHIHLSNTEDELVYITVEQNEDPTFDWNLLNIDPSVNNILVHQLDGEESGLYQEVEYWQNPTFFNYVGSL
LLEERFRGDSFCFKLLRIFLDFPKHELTSEPKLTLRDQVCNHALKFKYSDDLRERLIQKPLENVKKLNEPVSIMERVVSN
MYSNCLNNFNQDEGSLFDITNVKGAAYSNAFRKDMHFIQTTFDMRLNNDIYKCELEVKEVFYYGCDGYEGEHSFSIIDPK
TKKYYGLSGIAYGTYDTVVWGKGDKSLNELKIDSQFDSVISFIEFVIDSLLEKLPIIDAFHCTATDSGSLRYYLVGIEE 
>Ngru_XP_002677444                                                              
MKRTSSEDNSLSLSSSKKQKSNQLLEKPLNILVCRYDPFVLGHIFKFCSPKDLPSLAVVCKDWHDLYFSREKIILLLKEW
VDTLWNNKICSGKLTWTWSVECNPENEYHSLAYWLRLLKVLKMDEEVNAMMVTDEQGKDENDGDDETEQNEEEHDDEEEE
DEEEEEDEEDDQEDEGEDEENDQDDKDEQDEEVKEIQITREKISNCVEFIEMDNMKLCKITTSSNRFLLVSNNGNIIRFQ
RKEKELLCSFYGGLSYPSFENCNYRSDYWVSLVPGDKGILVLQLQQMVGYLGFDDEYLVACNLIDIIGLKKAKVSNSKYT
DYPWDQGEAEGKIGFVPWEIVKACTTRDYDISYLCHDVESDDICACLDDRFFNSFDLFCKLIEVSTTIDTEFISKNISLK
VDSEFLKNRGLLKYCRQERKLFKILDESLRHDKEFLKEALRVNPSILKYLFKKEYKDIIGIDRELILDCLRRGFSISEID
SSIEIDKEMVLASIKGGDNISTIPKEYIHSMDIIIAILKKDPFTSLQKVSKFISSNKDYALEIVKYAPKAIRWINMDILT
SHPEIQQEAIKNWFGACSIFIKDYEEMSNKSLIELLQRPGKKIKVSITIDGTRKESKIIEITEKRLQTIFIIDRVSMTFM
DCDYTYFYQLRQLFGQCINEKGYNAKLCFTVKSSNGPSLDLLHEKIIPETLELLAKRREFPSQFTDIINSFLESEK    
>Ngru_XP_002677259                                                              
MIRRLLLDDLSLMQIFFFLSPEELSLRVGQVCKQWYNVAIRNDIWRFMCYKCISVSGKNSKIGVDEFFDRNSIDTSISEQ
FFKKAYYDKKLKTNLLIIRNFDSRVTVKSMYLENDVSLLKYIPLTQSKEKKSINFTVKYGEKPEFIDEIIRHRDLICVSE
HNHNYVVVNLCEVSPKQSRKNLTGFKILCKYVMKLSHEALSKSKRWEYKLIESSIFIQSLMKGQKKKQSCYDY       
>Ngru_XP_002677209                                                              
MSNKKLFNSLVFCISGTLSKGRKEVENEIKKYGGKTAASITKAVTHLITTEKEFEEETTKVSAAKEKEKIIVKEDFIWDS
VKLGELQPATKYSFDNEDEEEEEEDDDDEADDGQDDLDFQPLAKKRKIDESEVVNIVKFTNFPLLDDLLFSIFKYVTIDE
LLLLSRVCKRFNDMITNENNESTITFLIQTMNNYIRSTRKVSEPYKFFSLLHDEQYSDNRPVDVPTEGEQQQEANVAVNI
SEDKLQRYSLNFEKFKEMVNRKSISVEKALQFYPNAKKEEFTSTLSLLESIKFRYAYDQNLLSSLRTAKITNGENFSHSF
DEDNAGENNGPTFKGGLKKQLRLLKQHIESFDEINFGRYTEDSMDTPPKTYSNWIVKNSEILNNIKSIYYLDIDQSDAEV
SWICIDDITPVLNAMPKLNFWMSKGSIQLALSANFSHHNLRSITFISAGLSEVFLRNLFTAYLPKLAHLELFLGTSNQGA
DFQPELLKEKLLSPKENGIFPSLEYLGLRNYESIDKICGDIFDSSISKRVKIIDISLGTLSDKGVSKFIDKLEGGLTTDF
MGLEVLDMNRCYLSKSMRNRLLELPIIVDTQPADNEWDVQVNDEDDEDGDDMGDRYIAISE                   
>Ngru_XP_002677194                                                              
MTRKLSSTTKKRKFQQHSTEDEQPQKLALVEKDEAYNKMSLINDGMLDMIRKADTLDFQYYLDNFEMVNEFVGNVEYFVM
KFNASRRWKIWDRLNSDIWGEIFSYIPTSEMVHSVQLVSKTFRSNLKVVGNLEVSLIGLKRCLINETRVNCMLSYIHSRN
ITRLELRHFSGHALAALASSRRMRNLKSLDLSVSEINEYAANHFSQSKYMKNITKLDLDHCEGYFSTLLSGRATRNLKHL
KMNFIRHYARCKGTEKFTSSCRKLESLELDYCRTFDSYLNIKSFIQQNASTLVRLSYLNIPGDNVFSVQFSKLCSLSLSN
IVLDSFVIESILFSGNCPILTTLSVRDSKSNTASRKGTVDSNRSLTNLSISSCDNFGWFLPNCLSLHKLSLDCTQNELFG
NFRAALTVQELNLNIRHWYHEPLEFYETLFNSSSFNSVSLLKCNFPSLKYCNDDVCKSFTNLQKIVVTRMLGYEDRETLK
ELFPKIDIKF                                                                      
>Ngru_XP_002677172                                                              
MGQSLTLAPSPSEIIDHYPKNLFLAKYETNVDNDIDKRKVYNFNNISTLEKQLPDELLSLILSYLDNIEYTKLKQVSRNF
RNYWIRLNWKERDSSEYGSFIWFKPIPKNSPSEYFTHFHSTFLPFLNRNIKYTTESGKLLKFLIMGPKSCGKSCFVDRLI
IPNSKFKTKIEPTISSEVEFVRFSALNETFSIQLWDCSGEWIYQGIISSQIPSSNVIVYCFDLSSKESFESLRMKYLPFF
LSKLNENSIMDWLSKKNITFLIIGLKKELKRQVSTEMIEELMRELTPNDEIYSKGIPLLQCRVNYFELGSAEDSYSQVIL
PLQYALLRHSILGQVLHN                                                              
>Ngru_XP_002677018                                                              
MGNTNHPANCHVLHEQEFLSNQCLHFDRDLYIHQIFVHLSFQELFKCRQVSRCWNYMVLQVRNVHVIISDTKQIDSFEKV
MKKGIFHNVAHLSTPKLCIKYLGKYMRNLESIHVVKRLEPNATILQCQCLEGLDNLKEIVFKGSQVVNAKLMRNCKSLKR
IEIRYLKNNEFWENIVSPLEEFVIFNVKMGFNSWKVLVCNIKKSLKVLKIGKCTFTKLEYDEMSEFQNLESLTLTQMSEV
TDECFKFFSNLKYLKSLKIQSCNLSSEACYHLNSLKKLTKLDMSDNIIDQLSFINGMKEIRSLKLMDNRLGNEGCLFVSA
LPSITKLFLTGNEISNEGLLHISQMTNLTDLDLGNNKITSIELITENLTKLQKLGIYVNRISSADVSKLVDLRELNFSHN
KLTSLKGLNNLKHLQNLFLYGNKLATKLFTSESHFPKLEYLEVQSMDNINLKILTKERFPKLIRITEDKYDLRNEQLDQN
>Ngru_XP_002677004                                                              
MLQQEPTPSSAIFEVLPNELIGEILSHISHVELIFNTSHVCKCWRNLCGEYILQGYEKTFNSLSENSTRQVDLNGFLESV
NGRKFKKYLLRKEAFEFASKLARNSTKSVDIKSCFAMERWVDAELSILKGYFNIFTDMEELPMFPIRKPTVIESNQAPPS
SFFGNTLSFLGSLFSKSNNTTNVNQTVTSEQPPKSEFDYLTKVLLDGDYASGKTSLLNCAMNDTPVNASMNSHMTTIGID
FAIKSFHIGETTKIKLQLWDQCGPERFRSITSAYYKNSSVILLLVDPSSEYSTLESMNQKLTAIKENAPKAEVILITTKK
DQNNERLISNEIADKYAFENFGGLHLDITNTNIEEPSAIIWYCAILKYLLAPGVGNKLI                     
>Ngru_XP_002676960                                                              
MSQQPSSCLLLSLPDECLSLVFSNLSIQELFFRARSTCRNFHEIIVGIASPFQQKENKNCLIRNQKLKILCLNNNPIRLK
SLWECIRKGYFEESVTKFSITARRTELLETLLDKNDFFVKYFSNLECLKFGSKNLCSEHISELFNPDNSKHLRKLTILKL
ANNNLDIKTARSIAKCENLTNLTSLDLSTNVMEGDCIELLTSPYLEKLTNLNLSGNYITTILWKEKFKFKNLEKISIENP



FEFVFNNQSETYLFSKLTYLDASDSIEEEKRFSAMKKFDSIPTITYLNLNYVELTQESILSLIADSRCLSKLENLELIGC
SLTGTGFAILTRSRYLSNLKNLVAESNDIDFEGFVHFGTDSFTLKNLITLDLISNDFSVKSYEYLLREPSLTKLEKLYCD
NVDEVEAKYIAEHQENITGITDLVFTGYSEMEDDSMKYLAMLKLLKLKKLKCTGTGGTFSGLIYFLENCTCENLETLEFG
RVKFTNIDEQMKAISSLLSNKHFSKLETLTLDGLADEPLRMLLDNMDDDKLLSKLSTLSISEINDDAFRVLTSHPNSSKL
KMLALMEGELSDESIEHFVNSPHFHELNYLDLIGTEISRESSKRIAHSTNIPNLEYLFGSFILADFEQETNLPKLSHLYL
TENGLETPKDDDDDGLYEATEVEDQLSN                                                    
>Ngru_XP_002676899                                                              
MAEFSIIKSSRHEENFNSVDVRNGFSSNQQQLEWENVDKVYLPPEILLEILQFMDFDAIVMTSATCRGFYEVSHDDELWR
KLLSADWKLLKDDAAAALNNHQNTNQNGGSLLSSPVANNTNSSRDEAASSSSSPNSYELLDQNNSGDLYEKYKERYLRYK
KWRDSIAFIYSEERNQYINNVETQTSGKFVGYLKYFLSFPILFYRLLIFLFISQDEQPDFGLAHEIEYIQEKSLRAGGSL
LLLIIFAPMLFCTWMIGELPATPFYATLHVFFKMVFTILCIAAHFYNRMDRNIEFYKEANSVSLVIILQTILTLILMRYV
DDFIICCLISFNMSTALGLAISLKHMIKNTESIEGLFESSNTPAQHYLSPLFEIFRNRSVVTNLILSNLMILVIMIGGFK
TFVWILIFIAIAIVTGTSGGSGGVDSLDRRMLIFVLVIFACISISALATSIIGGNYKRKSKARNTSAVLLLVILTMSFIT
LAMRVISIKSGETERWQLSLFDITDEE                                                     
>Ngru_XP_002676828                                                              
MGQHGSSALSGSNSQDDESKEVSSIPTPHPSNNPSSSPIIMNNDQLNSSANSPSKGSYYGSLRVNQMYRKNQATGMNNSP
QQQPSTPQGINMLSSTNNENRGLVNEQQSTPTTSSGMDIQSKRREIKKKGGPGLTLLATSFSRRDFGQDLIGEEDTDVTT
SRTGVDSSAGVFTSFRTSRNYLRSHMDDSAIISKNDIGEIVHHHADHQCLSLYPKSHYDYYNRRMHQLIDSYFEKENFDW
TIHLDPENDPQFYEIAFSMFESVVVNKRLSPPKTVIPFIAQYNDDEYEEESDPQIIDDDYFIHCEQPTKSSPRQIQSNSD
EKREIMGKKGISPSCSTSTVETTGASATTMPSLVSTTLTTSSTVISNETMIMSSLANTTLGSPSTSIASSNYLSSPNSFQ
RPRGRAFLMFGSSQSPSSSTQQNSYLLSPSMNSNYNPTPITPLRSDSAISTTLNPSTTTPKTPTPSSEKKTSPHDLKSSE
KKIPKSPRECRRECYSKVLNARFEYGGWKDNCDFGKRSISLSQLEESVPYEIMFHILSYLSAPDLIDLSRVSRSFHYIWT
EHPLLWISYPYNLNNLSMSDLSSSSEFAETFDDREKKQGSSFIDHITLRELIESSPFSQEKTTMVLSSWKNIYKSIYKGY
RNGPWMNYCAFHNNVNTQSLEYRLSMIEIKVCLIGDSTSGKSSWVYMLKEAISNHLDTVEHRSRVKKIEYIESTIGATYL
MKHVKVNLPTPTGTAEIQEDDDSISSEADSYIMTRYNPIISLSVWDTSGMKRFLNLIPLYLKVCKAIMLCFDLSRPESFD
DMLQLFDKYIFKQQATKSPELNLLENRNLFEKCLQNEDIYVFVCGLKSDLEPKISNERITQFLHSYGGSRIKLFTNNMLY
FELSSMSGENLYTPWLHLAYRVALKNQSDGASSSASSGNTASSISSNGM                               
>Ngru_XP_002676766                                                              
MSSIIIAGLGMRSVIKVEGPNVSLQTLLKDFCEKNKINPEQYGLLHKKKDLDLSLPFRLSGVSNNATIEVIKKATSSTVK
SAATLGLQLPDGQRLKSMYPIDISLWIALKRFEKKENVNLTLVEDKSGKYSIPSLIYMNQEFKTLEDLKKTKLSDIGLRD
NSTALLRLNFVSTDKTIEELRDEIEETDDFVPKKKTLKDANLIPASIINVGLDRKNPKSESFESPKLKTDLLSQVTDIEL
VSVPKNENVPTPTPTTTKSAKTSSYDGGSASHQIKKTKLDATFTIEALCNDCLANILSYLEFKDLFSCLLVCKDWSVLLR
SEHAIQHFFICFNLQQFFLDKFEQRDEWFVKLRTWITGLYHCFGLSSYCDVFKNRELMKRQQFQPFIDIISFEYASDICM
SFEVTVHLEQEVSLRLKFCLSYTEDEYVYTNVESGNSKFDWKKFNIDPSKKSIIVFRFNGSEEEDTDCTVEEYEKNSEFF
MAFSEYFQFEDLFEFLKRHLNFQPRRTYNTMFDFAEDEEVNCCDYTSNEDLDIRHEILEMPILRVAESYRLECLDVMINV
IERTYSYMVSKMETTEIKENEIVISNVVGISHVVRFNRNYLRNIHTDFTLKFNDKSWTSDFQVKEHFYYGHDGYEGNHLF
KLTDCETGEETFIGGYTYGVRELVVWESDSIEQLKSIGLPFDNVLEFISRVIDKLLPQLPCYDPFNGKPTSNQSLYLYLK
GTYEENY                                                                         
>Ngru_XP_002676681                                                              
MQHIVEILPLEIIETILAYLPLVELLFCASNVCKQFREAAFPSLSINFLQEISLLATDETLEEIKTLQLNGFNEYSQIFT
NKFGRIIIRKIMREHVFELAKTLVKANKELCKIADANSDIKPKDKDFSSVLADDHELMSEFEVTCQFFTYFKGAEPKERM
ETNQSKTSIFSKFTSLFKKENSQEKSTVVASSKEREQSFKCIMLGDSAVGKSSLIDNCILRNRPGTDRTIASGFPTYTEL
SYKLKEKVVLKMWEITGIMKAETISLYSAKINLQIFMFDFGTYFTSSFPKVEEYLKMMKTECETILIGNKKDLLEDENCS
KTAREFALKKMKGTLYVEMDTIDIQMAHSVILYSALILFFTNNKL                                   
>Ngru_XP_002676638                                                              
MIINKVHNLFEILPEEINNEIFSYLPSVDLIFSHSNVCKSWRRLILPIITKQYELEFTFNSYESSNSSPFKSSTKSDHNE
IVEKINSDHDDDDFLHSNRKFRKTMLRKFIYQVADRWIEANLEKLDIPGVIDLANVNGDLDEKIVKQLMSELELITRYFS
NFSDLKKKDEHSNEKKENVETKKEEKSSSTCGNSVFKGIFQFLGSYFGAPSGQSTQSSNPSKSLYPYTPQKFGNDQYSFK
CSMSGDSFSGKTSFINCIIFNKTFGKYVDIPTIGSNFFSKTYQFSQDKRYDFQIWDVYGPERFTPLTRMHYRNVHVVFLL
FDLTNETSFEHIPLWYNELKNYDAHHSEVVLIGNKTDLINGRRVNKEQAQKVAFDIMDGALYVETTNSDIKHAHKVALYS
MIVKCCIFRNIEEGK                                                                 
>Ngru_XP_002676431                                                              
MAASHEGENSSSERSSHDVHLLNLPIENITSILSFVTLFELIPLARVCKYFHSIILPFDDHQGNQDQDPNDYLLWRNVAY
CHFKRPFVDLGRKKRRVERVIDINLKYDVKDVERIKKIIQNTGDYWYNLIIDFDGNDSMVTDYMYLLQTRKLPNLKILRA
NHVDSSSADVISKVLSMCPVIEELTLKQTGILELELESIKKKTYKTLKRLTVNSSENMLCGPAKGYVVPTDFHFQQLEEV
YLSGLTYCDFSTTNTSNPKTIKSTLFKSKKLKKVVMERCNLIFGNWFLSFYPKQIEYLEIRESTNLDIEIIEHILKMKNL
KTLIIDIQQTANTEANTEVKSHLSDNIISRIFKELEYLECLDITGDLSSIRGECFQHLRTVNHLTHLVLDSTTPLHMIDY
LQENKNTSFLRNSSVQHLFISGDQKFESDELCEELILSYFSEDVLEDYCLEEISTEPKATLNLVNRESVFYDEYNN    
>Ngru_XP_002676202                                                              
MLPSYLANSPASENNQETNVEFNEQHSLKRKKEEIDKELKAWEIFDEVNKYKDEPSFKKAKKALNQTECCPAGRNLIDNV
FMQDCESSDNDSSSDDDQSNGAYKKSCLGLYKSAIPSKASCIMDTSEELPSIIIPARRRRKSANTNSPTSPTIPSNVTNE
QVTTLANVSSARSAKKWNSFEMMPHGILVFIMSYISQPMIIHAMMAVCKRWYQISKFSTLWKRIDFNGSFKIKSMSDVVG



FLEDFTTLKISDMRKTYALGSTVLMESLGGLGQKEVIYNVQQYEYGLSLQKQEQLGIYKNGGVLLPPKKSRMPHLFGEII
LPASCSNLSVETFEKLKEVYPSLSKLVLPMCSTISTVSNTGAFPINADNNSRIQFNTEDIENSISDSVLLQIAKMPYLSY
LKVSTHHKLTDQGLNEFSILSKRLESIELDYCLGLTQQSLLHLVKNSKHINTISALSNGNIVLGDQELVELSQYGSHLKE
LRIDVSNISLPSFATFIKGCRRLQTLFIRGLDCITDKTLDVIFAELRYIRNITIICESPEKTATNKIFSTTISSTTLESF
QITGCETLNISFDHCTNLKKVSIDQCKSLTGLQISNSLLVDELKFRSSNIAYVNLSQLINSLPKLREFELFDCQSGETNK
TVTFNSDIMRKIIILMCNDIINLEVLCSNLRSMSVDLCANIEKLILKSPKLENLQMFALPQSATPKLKHLFVESDHIQSL
NLQKILSLEQIAVKCKSLDSLNVSNLHQLRRLETGPCPKLEKLALGSVFLLFDDHLVSNIISKCPNISMLSISNSVSLND
VSLGVLCNNLPNLQALVISNCQRLWNVNIQSSVLKGIQISDCHLLKYLNLKSENLNKLFIRNCPNVEDSTFDNLSAFSPN
IKFVELVNCSMLKSPHLKLPQLVDLHFRECAQLEVPTITSEYLKKLLIVSCTKFSHFNAQSATLSEILLSECPNLNEANL
TKSLSQTENIQAIVFDKCKALRAPQLNLDNLKLVRFTSCNNLVNPKINIRGNLSVLSFQHCDNIKIEKLSTNITGQNIDN
IEITECKGMTKLSCDLPTKSLSVSGCSKLSSLTLSQTIQTILVEKCQALCTIQCPQECRVTELKVKDCEQFSSVQFSGPN
QDMKILGFSRCPRLSDMCLASMLSKCQTLEKARLSACGLARPFINHANLSTLHISHCQYLERMRLKCPKLITLKLNDCQA
LNSVVFAEASPELKNVTLKGLSVCASDRELLMRCSNSSVASQ                                      
>Ngru_XP_002675956                                                              
MVKKSNGKSGVLSSLVFCCSGTLSKKRSDVESDIKKNGGKTSSSVTNSTNFLITTEHEARGIPTSKVNNAKAKDVPIVSE
DFLWKCIDSGKVVDYRKYLLISGSGSGSHSDDSGSDSDSDSKAKKKRKTSSKSTASSSGKASSSGSKIIKFKEFNKLPDE
IVRQIFTFCSVSDLIRLSCISKFNTLIADETEEETVAFLLSVRNQNVKSRVENNLFHHIHDNEYEFKGEPVLKLTPEEIC
NLQKSIGRLAITAEKRKDWKKRVQKAIQVDVTNHKHAKRTDYNSSTIFHLIKSEEAMSRYFTTGLKYSRIYFKDEDDGDE
DEDDDDEEEGKVKRKNTYKGSVKLQLKKTLDNIEKFEELDLAKFEEDFHDKKPKIFIDWIKQNSKKLQQINSINLLNVDE
EDNDVCYIQQDDMTSVFNSLPKLSFWRSKGGENLNISAQFSHINLKSLVLISASLSTDFLTNLFNAYLPNLTHLELFIGL
SVDGCNDEFMKNSKLLSKDEKGIFPSLTYLGLRNFEFLNQCTKTIFESAISKRVHIIDFSLSNLNDKGVNEFVELLESGI
ESDYLHLQILDLSHCFVSNKVRSRLNQLPIIVNTSPAECYSGAEDEEGDIYLHSH                         
>Ngru_XP_002675804                                                              
MKQPLLELPDEMLLTILNFTSRNPRDLIILSHTCRRFEKLVENSLSNTSNSSTNDDQSINLFEMIKIETSEYLRRGFLFE
KLIKRPFGTIYDLVRDYWTASSSTATIIERQIKSEEEKREECRMALNSKEKLVNAFYFARMDVKFSAFDRKVQELIARVA
KRDPTVLFGVILTLMSIAAQVCVGQYSSNQVGEKDWNGVFWWIPYCFAVVQTLLGGVWCGFTAFSLLRGIGILRKLNIHR
FTTKFHKDVNLFVANLAIPVFAGLILLFNGYGMYSVKSLLYSILGIEMSYSHILVNTINYYLSFPIWIYLGVVSISELKK
IFKMIVPPTVTIQSLLSNYIISLFLGVSCYKLGGGCLSALPIAVTLLADSWEVNALYIKEKLKVGFFGLSRFALGVSLAI
LGCGHCSYFTFAPVTLATVFETIGFLFGKKHETCISPIDETYQ                                     
>Ngru_XP_002675738                                                              
MSDFKSIKNKLSSLRAKIKSESTATTTTSTSSATTKTTPSPVAAATSTEKKIKATEPVATPSTTTPATTKTEQATSATTT
TTPAADKKKNNNKKAKQQKPKANKKAASTTTPSEDKKATESVTTTPTTNSEESSSTTTTEKPKPAIKKSSAKQNKEKKQG
VKRKQEDGSEESSETKEAKKTDKKKNKNKKSKKAIKAAIKTFVLKLEIDNTLINEEKIKECFPEQNAIIRMGPRMILIQF
PTEEVALKYLTSASGQVEKNNRTVINGEKFKITKHTVKEIFNPRWYDVKPRVTEGVSLGLEPGQKVNGKFGAYLELHLKE
KLGNDVNTSISDMEKGVTVFFDDKTTEQKFKSMLHNGEFKVPAEYINDKKKKVSCYFNSDKKLVAELGYGYEIQDIFKGE
TYYDAFGRKIAIIIVSQLKCSFQISKLQYMYLINVVDCGSNVAKITYSLTHANADLPKYSTFSHPMMAIPFSNNYINNGR
PDVTFNLATQALTYSTSKASDQTSVTTGGVIEYGTTTLVGNQGYTQFFLNESSIDSYTTTFEQPTPKTLYNYLLIKQNRD
VVDVTTFASGYNYKFSSSSGYSKTIYTSFSYKSDCYYLSGGDKTHHKTQDLTISIQSTDLERCPLYALQYIFDGNAKTKT
SSTTYAASSLTDGSEKTVTVTLVQPTGGYVGAFRTTVRIGIFPAMMRPVYFPIAQTTGQKLTLQSIIDIPNLTTSLISCQ
LIVATGTNEYTSNSITYDYTPNSIQVQNYKTYSIISVSITVGNPGTSYKIRVNYNGDTKHYNDFQISPQSKPNLLGICKV
STVESNPIAYETFFGIYCENYADFDFRSMKIQVLNDQSQSILTLSNTKYTRIFARLPKSATGKSNTVLFTLTDSTGAVFE
FKDTYKASMWSDTNLISTVDFYIKSKQVRNYQTANNIAILLDILADYCKRNTLSSSEMVTVKGIVRYAINETFNIRDTFH
PNVYPEATELLFGLFRESTNLANYLGFSEFNDKLKEILSFMTSYVRKSSFSSTDYNFLIDYMSRLVDNGNQTTTDPSAVS
TLKKNIDGLTNIASKNSPFKSDYFSYQSQTFYSSDEIASNQVNLENSWVRVLFGSEVANLVKSQSQYDLETSLYKKYIVE
NNVTLPVIASISLKRQDSSVVNVTGLQTPVLIYFNMDLINSTMANQYRNYQSRISCYYLNELTSKWANDGLTTEIITENG
QTVVKCSSTHLTSFTIFSDLFNTTGSNTNTPSTDRNGLDVGARVAIGVSISVFFLILIIVIVIIIIVIICCRVKKGKNSQ
SNVSDSVQETNPITKSYVELNPVSNSDSGPSLFISDYKSVREPSSSKQYDTTSGSSFTSEPTSSLMTSTSGNSVIGKKYE
ILEKIGQGAFGAVFRAKNLAYTGRSGEYQYVAIKKIQLSGLSEMNDKFKEAVNMFKIRNEHLVCLEDAVVDETTMSLYLV
MQYYSQGDLDKFIKSKQLLSESILKQIIEQVCEGLKYLEEERNMLHRDIKPSNIFLSSYDGNNIKTVLSDFGLAKENNMM
SSVSFAGTPYYMSPQALIGTKETINNGEVCIGMRKVHDLAIHFPYHPRRFLEEEERLRSDDHPFNENYFDDCKQDNDYVH
TDCYPYQLVRPYACMFDDSSSNASHAEQKQIHKLISDWQYGYRTLNAKTKKRKADNGDESEKKTKTSKSTATKRKRKTKK
ESTDSASSSTSTPGGSSSGTTDYSWMNAIDCTNVDSPYLFGLSDDAWYEILSYLPHYSIVKASQSCKALYLYSNRSILWE
NLASKTICPNAKQVQQEYFPTLTDDFKKVFRLLYNNCCVICGDYIRKGEDLDNRKSLYRSKGGIIVESNPFYYNFMIDQC
HCSTCSESPLINTFTRTNAKTLYRVTDTELGCTRNFAKPNPYSPSVAMGIFLELQVKIFHLQKVEEELRKNFKKSKTHPK
SDYLKIIDKAKRGDYGKDCKLYIFLNDSNKKICKDKAIYTYIDELSP                                 
>Ngru_XP_002675511                                                              
MSLFLTHCFPHASSCTDHYESDSEYECRDDLFDLNRFTQPIHVGLDLTIEGSRKLGHYLLIIMWRLILKSPMLFRVRDEA
KEQVKLLEKFCCQRHEEFREVCSNHHLFEDSSVEVFDDMQVWASMRESEENETREYEGEKRIKLDAESLSKVYTLSNYFA
TIVKKYIFGELAKHGTVEIYKFITKQNKIALTFKIEELRDMVLKYFEYTPSMLPLEDQDVKLYFIGMTALLEYLAADMIE
LGGNAARDARQEYITPSCFEIATSGDAELERTVLFHMNHLPLVDFNYFYGANQTVLPPIDVNEKANSGEEFNFTQLPTEL
HHTILKNVSSLEELLEMRLVCKQWNYFIMNDNDIWKSLICNNMISEDLFRFCDSTFTVDELETILSRGKDLKPLHFGQQV
INHFYEKNDWKSLYFILVRRHLTFIRDLDLMKSREFFDVFQLDSSVESYDNSKKKLQIGITKGLFAYFNFTKHLSSRVSS



KVYIPKDALSEFLKFGNNYSLVGVIDFSKFSSFISCRLFPKNGLLYCFYHKINQADFLFFENYSLESEQLIEFEIKDKTF
KFPQPINPYQVYHEQIVVNQPSCCPFFYLQQAQGHRSGCNLAPSVLFNNNEDRPETMIQSYLREDDDDNIVLLSDTLEES
EDTFSIYISREDLILRKFENAKIEYVKPNY                                                  
>Ngru_XP_002675352                                                              
MDDDRSSSDLSIQSEENTPPPIAGITNDNALVTTDTNDGTGNVGNIPPPPPLSSVVPVYLPANLMKPIEVVPRIPTNGSF
SDSSESDDDEDLGYHRPIQPPIETPIKPRVFKEPTYDQIKPVIGIPIPNANTDRTNEIMSGWITKYNYDNVPPEALMEIF
KFVDVKTLSTCSLVSKNWHFATLHDALWEDSVRKLFERFNNQESDYYAIDCGRMNKKYGTPIKPPPKIKKIEDYVTIENG
KIVSYHTLRALNIEQGKKKLISKLKRDRKEYWRTKFQEKYDNASSLKYRYFFGFSTLVYISLFIFFCLVAVNDAIPKSVI
PNWHLYSFIPLWFFFLFGFGTLFFVFFMYTSASRDCEILILGGVILLVVFGGLASAILSFLNVAVLPVTYNYDRFSDQYV
ISWFIVLIPAYIFAVVMFIAQLVAVGIVLIEDWLNQATVKKKWKHFGVAMFFSTMNLLMIAGIGMVGISLEYPTFFPIYY
PAIPAIIVVLGFIVVAIKELWKDRNNQYSSDKYILSFGLVFFIALAINIVIIGLYPFLLSYSWFSSLLPLTAAYAFVCRV
IYEG                                                                            
>Ngru_XP_002675146                                                              
MSKRNRKVFQDDHNDQSHVADDQLIISNFQSERKFKKLNSDKEILPDDVLYEILSFLRDDFRFIVMSCALVSKQWLNVVL
ERCKFLSLKCENELTLGGRFLQNIQSLNVNQYFNTFDCHVLEFMGSLNNLTIRSKIRNEGAKCIPQLKQLTNLNVEDNKI
GNEGVKCFSELKHLTNFNIRNNKIMDEGAKYISQMSQLTCMNIGNNNIGEPGAEYISQMKQLTNLNIHGNRIGDKGARHI
SEMEGLTHLDIGYNNLGNLGSQYLSQMKKLTYLFIEGNRLDENGAKFVSELKQLTILCIGANGIGPNGARYITEMKQLTD
LSIGGAKIGEEGARHLKTMNQLTNLNIGYNRLGSIGAKFISEMKQLTSLDIFYNNIEDEGAKHISELKNLRKLDIGRNNI
TDEGAKYVSQLNQLTHLSITYNNLSDEGAKYINTMTQLTKLDIGGNAISDDIEMIANF                      
>Ngru_XP_002675133                                                              
MLSKRTRREDSCDHSESDDRYLPPVGKQRKIISETNRLLHEIDSDVFSEHILKYLDNLEVIRFSLVSTRCREIFRNYQAR
VREFLFVMERFTEGETRVIFRECKTIICVNCGFKFSNMLNYESNVVNMSIYGEIEGAKEELITFLTLCKFNNLRTLVLQA
LALNYEDFRHILDSNFIDLLKKNLRLLDVMNNRTGYIGYLFDSFHPDFKIVVGSFSFWESDKNKYYYCFNRLHLHSYFDV
ATFFYSNKDFQDYKKAFHFFTLASENEPKAYEFIGYMYYKGRYVAKDYKTAFENYLKGAEDVPNCTLNVAMAFENGHGVE
KDWVQAYDYYRKAANQNNVRAIKKMARGYQEGVPLVLPQDFKTAIYYYRILERFEKEEAHFQIGHIYEVCLNNFKSAASY
FEKHLNNSNFLYRYTRVSKRAKDQNGFEKGMEIYRKEFEILRDSGNKTDLVKKEDGHNQINFTDPMLDTLYFIGILDANN
GLLQLLFDNISEKTTDIITKLGDFYRSDQFFANGEDAKRFYEAGVSRGNKNAIFGLAFMCISGVKGKFKDLEAAIKFTSL
FLQTNEQSYLFKLGLEYFYEKHYTQAMECLTKTKDTYPEAQYYISYIEGYYFEKGKGGYKQNVYRAIDYYKASCTPNFLI
PFGYYKCGKLACKQKYHDLAFTVLKPLVAQCQANPSSPLYIYIMACLYQGGYYLDTNQMEAIKLFETSAKMGYERAGKTY
KRVLEKLNNSITSNYF                                                                
>Ngru_XP_002675118                                                              
MPSVIDFFPLDSDEIWSSSRSHNNIYDLNKILEIMYFRDTSLTKEASRQLEYFLNIMMWTFIIDTPKLFKVKLGKEEYVQ
MLRKFCIDRHVEFSKQFFNNQLFIGHDVKLLDDQQLATKKADDSYDGEKRVKLSGKFSLHDYFDQLTEKYLPNELKIFAA
KETQKNLTSLKSGENMKLFGINEKKMQDFVLKYFDYSPSILREDEQDVNLYFKGIGSILDYLAAEILELSGNQAVDINSP
CISSGIMHAAIAADEELRMTVFCHIDMIPLVDMTLFYGYNQELPSICINQKIDTIAFSNIPSEVHSVILEHFDSQEILLQ
MRLVCKQWNHFIMNNNLIWKNLTHNSIIAENIFKYCDSTFTLQELDQILERGKYVKPLHINQQVINYFYDQNDWKSLYFL
LVGKHLKFMRDLEDMHEEDRFAKYFQKLFRGNNGYSSYKDLFCNSKKNLLLGIAGTRDMHKKFTKFNQEQVEKTVMIPKD
QFEVFSKIGENMFLVALLDFSQYSSFISCRKFPKRGLLYCFYNREENRQIFHYFDQLDLNSETLIPFKLSDKTFKLPTPY
SPHIVKQEQLVVNMDAPCEIFYLQNPASKRSFSSLVPCFEFSFNDERDHINLDIYKDDKIVLFSNTFTDFDEANITLSIS
IALADLEKRNFSQSHIISYETGLEIL                                                      
>Ngru_XP_002674874                                                              
MAHYQPVIDPATTTFTINHLPPDCLIEIFQYLPFLPSVLNLQLVSSAWRNTVQHFIARGGFDLNLGFLPSHVTLSKFIMI
IGRFYNAKQITLCNLQLTVDLMKVLSFTAIETLVLCNCSTEAAVSFSPDLVSSGFKQFKDFQREMNEKLEDSGRLPFYNL
KRVIVIDSSTCLNFVWKEDFIEDNRDESCQASLKSFYNLESGFDNCWNFKSISMNSNKRVSFLALELYNGGDAKSRDSKK
FVTLKSGKTLVNIPIQPIEYVEDKKALMFKYGLKSNYRKVKFNSKTLQQAIDNFLIGIYSYTALEDFLTLVVNSPTRPMN
FVTDKGFYSELIYFLHKYQILRENSNIPLRIVQLAETLDYHWASFSQTEPVSTKTENISEEIPVPFSWVHLLKKGQYIHL
PPAQPEPEKKESTETKPVRKSYRGLLTRGSSSNNQD                                            
>Ngru_XP_002674867                                                              
MPRILSFREVIRNDIDYAYHSSTTFIDTTYRKSNKFISDGVKQLKNNWKMRKQNRAEKEIHQKTKAFESEKYAEKLRKTM
PSYEGYDPYANLGAGERIPHDALVFVQKSIIEFYRKEFEKSLDDLKIAKVLDFKLDNVYLYHYLVGYMRFLNGKFAKSIE
SYKRAIELMDNVALDDSELIGSVEKAIVEIEDKMKHTYDKIMDYFSKEKSTKKESIVSREELHYCIGVSYFSVSYYRDAI
NHLSEAISSMELLERNQDLDTLLHLAYYYRGYSNFGSHSFTTAIEDFTKSLEFNNQDERAKLMLNNSMQRMGEEPNQICL
APPPTAFHYRLLNEEIMGHIFSYLRIHSLRTLSMTCKYWKILSMKSLLDRDLCILQYEEFVKDPDNTLKYANESSLTEKL
FMPKKYQCEIYTLIYYVLESPFFKHYKKKQRDIHVMFPNFICAVGGANSYVSYFFGNCKKLYLSCITFTSISYYYNSFTE
KKYPVEELFIIK                                                                    
>Ngru_XP_002674834                                                              
MQKLDIHILPDEIMEAILSNLQLYEVFFCFSRVSKYFQQLSHSVIQHEYYSTIVDQFNQKPSSFNFGDCIKFVKFSLRNS
VYQYAVLIIQKYLSTRSPEFNNIPVIMGEKDLQFWKQSEQDFMYLKAFFDNFHDLPGRGKPVIEPTVVKEEEGLLSNIFS
VFETLFAMTSRVIAKKTSTYSDPQQSVHIIGEEESVSSFFNCASYDKTQSLTVSFPDRCWKIAYVGDGKYMRMCLTKNDY
NMDQSSYFILVGNPYSSNCLTEFEMMKNGIKQYSKGAEVIVVTSMKDLQNGQPRFISNEQANWFAYQQFGGLFKDITTTE
LEEPYVVSCYCFLMRYFLGNKPLELENENGYYWKVRSQFIVHDIEIVDRVFRH                           
>Ngru_XP_002674684                                                              



MWRFVLKSPMLFRVRDEYVEQVKILEKFCFDRIEEFDRKVCYPNHLFEDTNVELFDDMTQVREGEENEEYEREEKRIKLD
SESRKKVYSLSNYFNTIVSKYLIGELAKMGITTINDFLTKTNKEPLTIRYEELRNMVLKYFEYNPSIFPIEDQDINLYFV
GVAALLEYFTSELIELGGNTLRGMGLEFIIPSGFEINVVADGELNRTVLFHMSHLPIVDFNYFYGTNQVVLPPITVNEKP
SSGEYNFTLIPSDLHYTIILKNLSSLEELLAMRLVCKQWNYFIMNDSNVWKRLICNNMISEDLFRFCDSSFTVEELETIL
GRGRNQIPLHFSQQVINYFYEKNDWKSLYFTLVRRHLTFIRDLDEMKSREFFNKHFQVSSSIEEYNNSKKQLQIGVTTGL
LNYTNLTKNPSSHDDSEIYIPRDAISEFKKLGSNYSLIGVVDFTKFSTFISCRLFPKSGLLYCFGDFTSGQGEFLYFENY
SFESDDVIIFETNDDTFTEPEPVNPFQVCNEQVVVNQSNCCPLFYLQQAEGELSELEKDLSTCFVHDFGDMITVNEIRVG
GKTISDRYEILSHIIDHRNGWSQDGKSTDDIVKQVAYDFVKMEYGINNLLDKPWTSEEISKATKNEKTMSFSLLSSVPVE
EPEPSTAIYHPLEKSIIEYNGDKVVRIAYWSKRKSGDGPRGGPPFTTKFIRVKHEFYVKNGKRVNVGESPATCQHFILA 
>Ngru_XP_002674523                                                              
MNTTTEDIFSEATNSIPINNNNTDEDETMMQAAIGTFSDLSHQTELMISIFEYLPLNNIALSCALTCKAWNSMIRETQTL
WRSVCLNELGWPVSLSTDDVLFQEELKAKIEKGEMDALSSPLPSNSKDDLTKSNGKRAISICGKSFMWKDLCFMLNQPAT
LYMFSNTLASKRDCTELYNEIMNESYTILDDTFPDDKFIVLKNAKLIDCICTELLILQKQKVLTQIMSDKLYDIFIPVLE
KMRKEPLSTDSIQLLRYRQIVLGKNKFSFLFTKKNFEDMQQVVQENIKGKYSLFGVYLLNDDGHNFQEVTDQVKRAFNND
IDFDYCDSLVYKAHFNDETLLFETRDFDVAMEAVKTLSAIDLHCILTLPEYDALQTIRRRFAINSEMLEFYNEFAPENAK
SNFDKILKNSSKDEKFVVVLYRSMHSPGGMANILRSVFPSLSEQDCLGIYFTVATFGYCFIASGTFDQCKAIAEKLTKLF
LNVMLKTEKQAILDETEEQEEEEDEYIDEE                                                  
>Ngru_XP_002674352                                                              
MAQHLPHDILHHIFTSYASLDQYLNGLMLVCSHWYETTKYERFWLVTLDKLLCTEIQAIKDPRQFGGEQVQHFPFNEHVE
RVLAITFEAIGRERERYLKKLLNRRQHLIIDMKPFKKRKEQNRDIYGETFKWRTVQFIREKRRRIMALEMVIMAMEFESD
VLNEQLFEAKWNEIIEFIRENGIYDLKTVSNLRILQSSTTIFHILLKQWKIHFKNQFVDSKCLEKFIHFFLCECNLNISP
YVDLLVSMEMNIQRLNNKVFIKKLTNEVKSSRKTGVPPKTLLLLIQNCNMYRQDEAQFIRIFIEMLKNKKHFHDQMVNPY
LNQYLGSVVPSIFCIELYLKDLNITQCKDYKHYNMVNSICRDIEYVYSEEVVKIIQRAHSEFGLGLNIPLPESLVHEKNK
LPLLKFLIENGSDVNSPPPGTLYCYGYTLIQYIRQCRSGSSTSDEIIYLVEHGAVLPEDSNSYGIRVDNVFDAYFDREEK
YLPTLKFLVEKFGKRLTSGTEWLMNIHRTRSNGSTIEGFCQVLMYYESLDVLRDLLNKGGFLLLVKIYCFWDEYYARESD
VGKKKELREFLKSKLDIVIDDTLIEVCIEDSKEINEENGFYFPNDDEF                                
>Ngru_XP_002673871                                                              
MNDIDKVNILLINDICYEILEWLEFQEIICTCSLVCKKWNEISRSACKIHIRIETKLMFQNLLFTLEKFNNNLMYYHIHG
LTFSFSKAISDKTNLISIEKLMPNLIHLDIYGSDIEDSGVACLCKLKELKILNIGSNKLTSKGRGIEMISKFMKCLTNLD
ISFNSLGNSGMKQLKLDKLTDLNVSYCDIDATGIQFIRNMTCLIKLNISGNNINCKGALLLSNLKNLQELDIASACLKEE
GAKHISRMDNLKFLSISHNQILNGGAKAISSLSKLEILHISNCDIGCEGLQYISKNLKNLTEIDIGGNHFGMDGVIVIAS
MNNLKVLSIAESCLGLLGVQYLSKMENLTYLNISDNIDDIFIGESINDLQNLTTLLYTNNSLSMDEAITISSLTQLTTLN
IESTEISDVHIEILCSSLHHLINLYADTNFITSWGVKLISESMIDLESLYLSGNRIGDEGLTYICSLQHLRILGVCNCEI
GDRGVQVLVNCAPKKLRELLIDCNENITSKGCKLIYSIPQLNSIYLENN                               
>Ngru_XP_002673690                                                              
MNQLPEEIIAEIFSFLHAKFVFLITSQVCKRWLVVRRLVHLRLKFTSKQEFSKLLLDHQADDYYFSIKKFSAVGCHLTDS
EIERVCSSMNANALEYLSLRRNEFSSSGLKLIIDKFSKLKSLDVREYTSNMIINIC                        
>Ngru_XP_002673641                                                              
MANYKRLTRDVEYFIRKEYLERLKKIGGDFSLPTRSLNNSNNSFMLIVNPMIISQHVFSYFEAYSSDWTRFLLVCKEWFE
CIVMQDDGLLWRELYRSMLNGMTKYYKVLSPFNSLNYQLESFDSIRQQDVNSYRVNEENCNDEKFKEIPDKTWKENYDDI
LIHSLGLKKLETEFDSKTTRYIARCFLDAEVKFRNRGELASVRELFLHKFLFDAIFPMILKNRVESQKYENPLLRSDLKI
LEKKLYFVETSWCIDTLLNIMEVKKGLMLRISYLSSEDGLVHHQFYGTTENDRNLKFLIDVEESSIILDAIPVDIHQNLR
HSTEFETIQLATGMDSIIHEEFTHYLTTLQELLEKKFGNIHLAELFCKYWYCINRIEDPVSVSFSDENPFWFLDILSKKA
KTSIEKKFLDSLSVSCVSILTMCRQTQKDWISLSSFHLGIEDKKKKKKKQETQPETTITLPKPTTLNNNSNNFSTTTTLN
MLQADLSILSGNNTSTTQQGRAGGLILGNGNNNLSSSPSPSGAATSSLLSSSPHLMGSIHHLVSDNSNMNMNNSNNNNLM
PANNLVGVGASYSYLLNNMNSNNNNNNTNNNNMINNNMNNMNNNNNTINSSTNGGINSGNNNNSYMEYQQLLFERQSLSP
FQPIIPLTIKLLDERIQYYQNSSILSQQQQSNTVSNNPSPNLNAQPPKKKLNSLVVHQPPILYNQQTTSLTSPTLLNSGI
NSNSTPTPTLGTASLLSELVAASNNNSSSTGSTNSTASTTPNAQQQLTTSSNNGGSSGNVSASSLIDDESPFNLSASANA
SFSLFKSPSNAGGNSTIGANLQILKGNSQQQLNINNNGTMPPPQSPAMNIPTNNNSIAVNNSQQSSNSIVVNNSANNTST
TPSGNKASIVVVASNNNSNSTSTAPGAKKLQDGTTSKIISALDVGSSIMTPNSTTTPSPTGSTQSSTASDSIGGSDEFTF
LRYENVDIKQKIVNSYTVLLFIPQAEFPEYNFIGRILGPKGSYLDQIRKNSNCFIRIRGRGLNLNNGSPIPQMPLVQSNP
TNDSDVYASYPLHVFIEGKGQATNKRKNLQKGIQLMLPLLVPTEYEKDILKRWQLQQWRNEKNSNGDKMVSPPLPLPNSF
NSSNADLIYSSSPTNIGGQPGGYKDSGSYSSLSYDDDEGDFDNELSEDKLSPNSTNYLNRYHPYRSHI            
>Ngru_XP_002673544                                                              
MGQQHTTLSSNRIILDDLNLEKIIPIEIDYEELELMDQESEYLDRNDPNVFNENNQSLMERMLPYELVINVMRYLPNSDI
IKLMRVSKNFAKYWIFQPLLWKDQLENRGKQPNCLLKPMRLNVHSALVHFHDNLVPRIRGAIKSGQLVVGEQKQPKIGIA
GYGSCGKSTWIKRFSNQINYLTTRFDYSEHYNLELIKIPGINRFVPYNVGQMQQCNILFYCFDVSSIESFNICKQMISYF
EKVKAEKNLYEYLLDKNRFLGLVGMKSDKEKKVTNSMITQYLEEIIPEFYLYGGIDLIDCRVQYFELSSKFDSIEKLEFP
FLYSLFVLRKVLPTQETRSRYW                                                          
>Ngru_XP_002673487                                                              
MSQDLLLPEIVFQCLTYIDLATLPTCMVVCREWHDMINHSPMLWRLLFDQYSEQLSTNPRQVFATFMNLPTTSEEENSLQ
VKFEETFRKKGLLNDEKLLRSLKLDDNQAKHELGMLIGRIYAHCWHVHLLEEHPPTKYLDTLLFCAGRIGNFQLYEIVRL



LGLTQKCYQLFNISYNYEKIETLRPLFSLSYFCNIATMLVREVEAKKDNYTQTLQTIVGWENFMVKYFEEGNNIILPENL
FESDSFQRMVFDSFDDMIRFKVIRKVFGSKWPSGEEVNNILFSVFLNKLNQRFMENKVKPNDLVSNIDQCIEIFNIEKCS
HEPFIQLIEGRWYGQIVNLFNSYKHLLDVKHVKRLFQSAFVATDYPDLIKYLVTEYDIDPLEFFDERNIIAQYFERLLEN
NDYSLRYIMDPLLCGRKMNLAEFCTKCQENNYPNLSSVEKVFNIMELLAKSCPSYAFVALMSTLNNLFEPQIIVNHSIIF
ERLLEFYNEGKAQLSAYEELLYNTQIVSNYSGIKYQSLKEMMIQEREYNPLFSEVLELCEKYINEKKQTEQN        
>Ngru_XP_002673482                                                              
MNRDVLGEIFKFLDFSNVIPVALVCREWSEVMHSENLWKVYFNSFCYSKDQLLLESQCKDIKNYWKNQIMERCSAFCCKL
PARRFIGSQKLNLSLSHSYFPSSDSNYFSCFFKVLCSRIEIESAKLISLSGEEGLSVPFLSESFNFSQTLNFKIRLKIEG
LSELLIARVYNVPKYSKGSISRNYFMYFALESDDLSNLQYLTPPMVKLNQVKSLKRSFLFEFIKKDRFGSITGQEYLIER
ILSQIFPPHLLKSEIEKQEMASMWCLIIGRILSLLDASRLTDHKEVWKFIPFTKSKQNEESLVYAFRRGIYRERAKIIAH
RVLPNDKYVKFMKGRESDSFASFEELKMQKVEIISMEHRKVVMAKSLDYSNSGALGNVSINKEILKQIKLMALSDEFMKY
YLDYKFSRIKE                                                                     
>Ngru_XP_002673391                                                              
MSLASENQEETQLNHPPSTTQEANTVSPAAVDVLSSSTVKLEVQESSTPLTASSVDTNTPGIVGMTSDNTNEITLGSILD
QLTSSAEKGSISSVVNGSSVIPNVFSASGGQVGRQDPASSSLPCNNLPPTTINTEAPTTLQLIWDKDASTTVPTATTEEH
QKKKKPGKKGEIVQLAEGERDSIVSSLKVKRIQAKAVCSNCGCMDTPTWRKGPLGTGTLCNACGIKYSTNVGFLDPGTGA
QQGVRPFIKYNDAGHLVSESLKATDESKPSSSSSSTTGTEESATSSQLTNTQTSLEAAATTTSTNVSTPEKQGKRSRGRP
KGSSNKKKPAPPLEATVQTIVASASSSVELPPPSPPQVEKKRGRGRPRTKPLPSAPQSSTDDADQMMDEESELTIVGTGK
GKRKRKADDDEYVPEEEKPVVIQSKPKHRKIVTLPVGSDTQVLSLQNIQKTFSNNSDNCIYISSDYLMQCIEGFKLTIKQ
GSKKNNGELNRRITTDSLVYIFLFLDIPDLLTCFSVCRHWYESAKSDVIWKEIYRHNWSIDEKSLAEYTTGILAPPPSIN
WFDLVQARINIRIYSPIQQIHLMSQFYAIENKSKILACIQENLNEEITVRKNSTTPKESTNILEADIKDIVVKEQDGTIP
KKLRNMKVLCKRDFTPFYASSWTPKKKHPIDEDEQEEAKPYEIGKLYSQPSERVLLNQLFTNTIEKGDKVDQDLIRSRYS
VIHSPDNVYALKNLLVRPHPVVACYCTAYSEHYPLIVSPDHIWMMITQGLVKHLALRPELIGNAEEKQNKMDIVVAMPQY
IDPVSAEINWEGVVNEIHQAIVNDVSSHKGDERKIKLMDFIDHNFSTSTQVEKVASKMLLMEAFKDFYSYKNDFLCGLPS
VTILGTMDDWLGMREKLKLLDEYDMAWWRKVLTLILDRIIKTAQEETLTEELKTFWNGIALFDSSSGFDFISGWINYFFP
YDKENRVSYHLQKFIEMDSKFAENEPYTDDFSQGYLFEETGESEVEKLAKVFRWREAFEIGCFPNPITATSVEVLNHQKW
KEFHYISGFMGVDYNPELDGIQPVISWAITTLRDQAIRDNIISRCKFNHAPWSIDCGRTRWKASISISNSVGVTAKVIQT
NDENIYSNSERMKELFREFKQHMETSYASDRINLDGNVKYFSTKIVQLLVPTEDKYLVVESAKACGLSVLQCCEDGREII
PYAFIQSIMGSDCLVVNWSSSKPVVNISEVSQYYYSHLIFEKFLECCNGKDFSFILLKHLEEKHSSSIDLKQCEKVKGSL
SINNSTIVELSNGSSVTVTRDEFYTLCENEFANFEKLLRESITEGMIPSPYGRVPKIKHVILSGGTFNIPKLKEIVERVT
SEMIPDASIVSSEMDPALIQSVAGAHYFRFRQFEGIEYLDVYNGGEPFY                               
>Ngru_XP_002673176                                                              
MLNRVPFSNYFAASDFESESSESNNSPSIFPFLSLPSELKANILSFLPSNEIINFGSLSRSSYELVAPFLSDSIAHLYED
YADEYSIDIWTELINRVAITRREKIGSLKDCKNLFLKLFLEQRSCRMCSKTTPSFQSFLSRKIVKSCYCDGFICRKPCWN
KERLADESVSRCSKCGYVYQFSNPEKIGMIPKVFSRYPISSQFILTALSSISCILFVYSLVSSLGYIMPHNSQSELWLEL
ENFWIFKYFPFWNYFVNGMSVISFIIFVLLIIASIFSGNVNVGANDLGAMEGIILIITVLIVVATPFLLGSYVKKAVLEK
SIYGCPVKAPRKHDLDRDDHHRHH                                                        
>Ngru_XP_002672998                                                              
MEDDGTGSESTKANFLSPLYRELPLEIIKECFSFLDMIEIVLSIGFVCSEWRNTFAWPLISHHMKECWLYDCIHDDANEQ
VNSFDDLFGKRLGRNCLRYMMRNFVFNLAQQVMRKHDASEKGIFKLDSRDYLEYSQLLKLYFSKFNIPFTLISQAKYQRS
EILGLECNDPTVQSIRISKKKNPKYEKNLFTHKALILGKQKTGKTNFLNSFSEVPFSDNPPYEEHSFKTKFLNFGEMFRV
KSQIWEWNDKIFYYCPQLFDPLSAIFITFDITNRSSFDSIIQGLLAYRDNRKKYAEVVVIGLKSDLRDSNSVTRQEVERV
LIQQLLFEGSYYIEVSSKYRTNIDSAMWFTSLLVSSIHLFTNIPPPTSSAP                             
>Ngru_XP_002672893                                                              
MSLFLTHCFPHASSCTDHYESDSEYECRDDLFDLNRFTQPIHVGLDLTIEGSRKLGHYLLIIMWRLILKSPMLFRVRDEA
KEQVKLLEKFCCQRHEEFAREVCCSNHHLFEDSSVEVFDDMQVWASMRESEENETREYEGEKRIKLDAESLSKVYTLSNY
FATIVKKYIFGELAKHGTAEIYKFITKQNKIALTFKIEELRDMVLKYFEYTPSMLPLEDQDVKLYFIGMTALLEYLAAEM
IELGGNAARDARQEYITPSCFEIATSGDAELERTVLFHMNHLPLVDFNYFYGANQTVLPPIDVNEKANSGEEFNFTQLPT
ELHNTILKNVSSLEELLEMRLVCKQWNYFIMNDNDIWKSLICNNTISEDLFRFCDSTFTVGELETILSRGKDLKPLHFGQ
QVINHFYEKNDWKSLYFILVRRHLTFIRDLDLMKSREFFDEYFNYDSSVESYDNSKKKLQIGITKGVFANFNFTKHLSSR
VSSKVYIPKDALSEFLKFGNNYSLVGVIDFSKFSSFISCRLFPKNGLLYCFYHKINQADFLFFENYSLESEQLIEFEIKD
KSFEFPQPINPYQVYHEQIIVNQPSCCPLFYLQQAQGHRSGCNLAPSVLFNNNEDKPETMIQSYLREDDEDNIVLLSDTL
EESEDTFSIYISREDLILRKFENAKIEYVKPNY                                               
>Ngru_XP_002672819                                                              
MGQQTSTETPSSSSLNHQARDENKIPSREQSENLLYSTGKSLHFPVLELPRGFKRKSILSTIVSDVELLPIGIFNGIRRG
YGGNDEYFNQGEEKDGWLTNFPHEIILHILQFLDMESIGRMQRVSKRFLMYWTRFEVLWKDLRRKSPMLYMFSDMESYEN
VKNVLLKRFVIDEDVELPQCAQYIFVGSSGCGKSTLIDRAFNQLPFSENYTPSITFPVIDKHYLYGSGTEFAFKIWDTCG
NQTYLSLFKSVYSRANVFVYCFDLNSHKSFEEMIEIYHEMTVKDISDYNINDRCFLLLGLKSDLDHQVTRLEIYNFLKMV
EPEPQQKTIHTTKVQYFELSSKEECSDDDLLFPFLYAVATLKTML                                   
>Ngru_XP_002672750                                                              
MGNNQQPTSQPPVLKDGALPSVSTPSSACYERTLMQEYFPNNCKLIRVCDHDEENRRKQEENLKNYREKYLSRCNGILEK
MLPEEIIVEILYYLPMKSLIKLQMVSKNFRLYWTELPGLWDKFSDYPKMMYIPMVYESMRSNFGYYNEFRQKLINLHEKP



TRNFDFTGYQYKAIVLGDKKCGKTILHNRVFKGEPFSQEYVYTIGVDFSTTISKQNIYIQSWDTGGDERFRTININFFRG
MKGHFYCFDLNNHESFEVMKDIFQDWKNVYLKGEDLSSYFTKISFALVGLKSDLERKVSRDEIHEFLENIEPLKDKTLHT
SRVQYFELSSKEDSISDLLFPFVYSYHNVMEIPRQYSTSISEM                                     
>Ngru_XP_002672735                                                              
MSQPDLSTLPPRPHHIKILGPPCDCKPVKLTVLKQVEESTTNFGAFYYKCATCRYFKWATDSGNSIDYGDLWAPCCLLHP
NRKCKLLQIARNSINRGKLFWICGVLDTPCTHFQLFEGNIDDYKEFVPNFDESLLESQELESSQSSQIVMSQANSRNMIV
SQLPEEIMAEILKYLDMIPNWVKIIGVCKEWKRMIDNVIDQKVNDGLIELNLGFLHSKSPFWYFCEIFKRFYKVRKITIC
NFELYSELMRLLEWVGVETLVLYNCTTKMSCNQKDQVDDSDKVLNECFSFRSKCTEMSFFHIHGETLLYNFNHNHVVPHL
NAINSDIYFEFVKEMERKVDITHRRQFQELSQIIAINCPEDLNFVWLNGPDARSYHKHEQVDANYGDLLDLPFEQEELEN
IGKCHVNVYSLPTDIDVGFLNLSLLGHHRTPKIYVKNGKKYSFPTVVDNQVISHPEIQKQFILNCGISKYFNVNMLEIVN
KEHFDIAVESGIVHFENVHKHASFKICLEILAKNLLEDILKVNGNERLFSLWKGTFFHTFSQPDQNRSSHSKKMKPFFAL
LILLLIQQLVSCQSITKQTYYTEVNCVGDIYTTMFLDSGSACTSKGSTTCNVITISGRQVYFTQECTSEVPPTPTTFTDV
IAYTYKNGSSCNGQLRSAQVIPMGKCIIEYGTTYYAYYDATGFKTYYYDNACKSKMFTTSLFLNTCLNGCAYEPETSIEN
KPPPRKLPPLNEPNQKPHLSISHTNEVVNIYFDFNDTEWTKHDVHIDIDDLHHILSISNINKAKPSFQRKLHLPKYLNTK
ESKAKFADGFVVITFKKTINLEQATPRKVPLE                                                
>Ngru_XP_002672610                                                              
MSQNLCNLPSRTGHSCVLYNSHHHKNNCVYMFGGTLSDQKTFPSNDLIEINVENQEWKEFENSKASPGPLFHHCACLHKL
ENHDDNEMIIFGGKSKKKHLQNKVWSFNFYRKEWKCLSEGDKMVSPRFGHSGVVFGNTLFVFGGLDEKKKLCRNELIAFN
LKSKQWKLIEMSVSISGRCHHASVLDPESGDWYLFGGQSGKNVLNDFVRIKLSTYDEGAAKCESETLISDLSEEFSRFGH
SMVLEKFESGLKFYSIGGYNMKKDFLDCVSLDLNNISKGWQIETEHTLSKTFENVSQDVGPVFHVTTPIIITKENETILT
YFVFGGLYENTKPPKTKEKIKKEDIKKKSKLPEFDIIKFENELNDDIFRSILSFLSIPDLLKLELVCKRLRICNLTTEDE
FWKAYYHDRINWLKEASNTTKLEFNSQTGTYDTIIVPSTFYDTYLDSNSDYKRHFVELIGDLMKEADKNTNERLNLINRL
PDIPKYTFRTREEVMQHELQPTVKSDIKVVLIGNAAIGKTCFYQALRGIPLELDYIPTVFDNYSVQCHSEDVTFNIALWD
TAGQADYDRLRPLSYPQTDIFLVGFCCLSELSMKETIYKWKKEIETYMPDIKLPIILMSTKIDLRDDPVQSRKLLVTEMK
KPISYQEGELLARKLGCATYVETSALTNAGMDRICELIIKTVDLHRCGGITKNGKKCLVQ                    
>Ngru_XP_002672543                                                              
MAQNENDREDDALLCQSLDDLPREMLFCIMSYCDPRSLVNVICCSKNLRTITMQILLMGFRYDEIIIEGTPGANWYSSNS
EDRKEIYPANLLGNYIDSLMTEQEVEMDRINLINFTTLGSKEFVKLSKFISKFNIPELIVSPKHYNWVKNEINSSLKSIS
RLSFGKELDVGDGNYFQTLIQKPLIVCNGLCAKNAMDVKNIIGNTQLCSGLKVLTLCVYTSVLGYSFKEILKNCPSLREF
NLFINGFSNENYRSYSTMREDDFEITDELMEIICNSNLEILRFDTSFNFDNFRVINQLTENKTRPVFPKLKIYSNHLMSP
DMNLVFLPNHPLQTVSMNMTTALNKIDVPKCQSFFNCSQDITNLPIVDTSKYTISRSQINLNGFYENLAACTSLKDLHLF
NVETNNMRYDFKNIHTSIEQLDIKKSRISVYLLNHIIDNSPNLKILTMDNVKVRGTLDDSMLEFENQEIDSQLRYIHIST
CSERYPIVFSNILKKNLPYLHSVILENTYSIGQNSLLSLFSKASSLSVFKVTGAEFTDDIIVKFFNSFSPVSLEYGIDFS
FNGKNITSSFLLQQPYLSKITTLSLPDCTIPNDDFIKLLDLLNPQLLKKIQVNLGNSGPTIETFKKVQYFKNLEMIYLSG
KPEKPIEHFENFVLKQFVESMPSMILLFLDSGEFIKEEIELAKLNIRSQGKSAPKLILPHSKKDIVYKIENPNIGYETNS
KSYCFLQ                                                                         
>Ngru_XP_002672532                                                              
MLDSLPNEIIEQIFEFGIEIPQEILSHSRVCKQFYEILENTKMWENVKLENVSRLRVGFRWSQLISNPIDRVLDTMNGFF
DRLKGGYADSKGVSLLSEIRENVNMKEYCKWMKYYRRDKYLKKFLSLGHLL                             
>Ngru_XP_002672370                                                              
MSESDSSCSSDSDDYSYEQEKTTKRKYVFKHEYSYYKKSKKEYLGMQTLLGSQPDEIIEQILNFMNYKSSIQASSVSQQF
RRAWKQTPHGIVYTMVIQLNYSFKKHSYSLDDKVDCRKFTKEIVLGVMDQYKREKKNLFHLRKADRLISELRKTKKQSEN
FSNAISKITGFDYERTSKMDYGTLVCKAAGFEIEFGELGMVRFWGWDPYSKYEEGSSYHGISAELKGLELTNEEWDIIIG
QASDYIDSCQEFEDFDYYDDMGKSVFTGHELEIP                                              
>Ngru_XP_002672369                                                              
MNDDCVLREEYETDVGSLEEEQTNGFKRKYISESEQNNCKKQKQEEETVPVCNRMAILLGNQPDEVVKEILNYLPSECTI
SVSSVSKQFRRVWKNTPYGIVYNMLIKLNHSFKVNSYSLADKAIVGEFAKNAVTLVFGKVEKEIEFVFNSKKTGIFKAEL
SKIDQQSENFSNAIPKITRFDYDEGDNIGLYAYKGHCFEIEFGELGMVRFSTWTQLYLKHSNDGINAELSITLKELKLTN
DEWDIIIEKAISYMDPEVSFREFSFTNKPLTSQFTNHKLDFEKFIW                                  
>Ngru_XP_002672246                                                              
MLPQQESLHEQEEVNSNSIMEDAIVEAFENDDDYITDPTVNIDNFDTLSLSSLSSLVIGSNKSHHDSMTGSSSLLEEHHE
LLLNSSRNIIANSFNELPNEILVHILIYLNGAQIIKLECLSKRFYQLIHHEDESERNYNKKIRRGRIPSKEKRKHQRRLS
INLANMIASSGLDLNSITSGYEFWMFLNEVHFRDETQKRRRDYSSAIQPRIFYMYQLRVQWLNEKYNLEKAIRSLEDEIT
SHSYFNEVCIFSPHLLYLQYLLFLLDRDYAAMDLRFHAFNELNLNIDTHVKPLINHILHSIYDNSDSKLSMVAIVNLASP
DIIKRPITSSSVHGITQESQAQQLLEEAYAHDFKDRQDVGMIKFIHEMHFNNPITTSTSMSNRTLSKVDNEKVQSSLNTI
YAKWFKKWGEIIKTKPEYSSLNYYNTRQIETIQIKSGFTYDNLLRCANGWLKREYVYARLLKKELQ              
>Ngru_XP_002671826                                                              
MQERSLVSLLITQENERNKQQAKKKKIKALTEEISSKIQQINLLMEDECDEQFCLDDDDGNTSDDGEIIKLKTSLLNWKK
SVNSKLEQDPKGLAIVGGENYYQARDTIFELDECRMILRKEVIRAIFKKVPPELLRNIFLFIDPIDIYQSVSQVSREWLT
ICENLQFSANLVQKIPVLRLNLKKFCDSPLVGRTLTKLDLSYNDIHNEDIKAITQSKELKNLTSLILCNESLTAKGAEYI
AKSKILSNLTELDLDFNYLDDEGVEYIANSHYMSKLTSLKVGDSGLTSQSISAVCSKLKLKTFGVYLNECLSEGIKPICE
SSKLSKLTDLSIGCNIIEDKGMKIFVNSNNIANLTRLDVSCNIMTDISLILLSNCNKLSNLTDLDIGENDFTIKGMKSFC



ESKYITKLVTLKAKDLKFGNAGMLMLGSSSNMKNLTHLSLQSNALTEDGLKVFSQSKTFENLKYLDMYGNPCSSGIRHIL
QSKFLPNLTYLNASSCSIGNDILSKHFNSIELPKLKTLELELNKISSEGVKFIAKHKKLSKVDRIYLGNNSLDPKYERFF
SMYPFIRMDRNWDVVI                                                                
>Ngru_XP_002671639                                                              
MSNSSNSSNSTAATPHSRALKRLSKDFIEIQNNPLDTVYAEPFENNLFHWYATLLAPQSSKYYGIIISLEITFPNDYPHS
PPTVKCLTPLYHSHVYRQFICLDMLETHHSEEPYMGWSSSYSCLSILLQLQAFLLEEEHLHQSHIEKDIKGSRATRVQET
GHWPQEGKIYPMAPHWNVEEVFNSGLKKRKFESQDESEQALKKILIEKLDESSIVGIRNSTNSLTKTMISFEDFPNEILI
HIFSYLSFIDLKRVETVCKAFQHACDCKYLTYSRELICFHSKSSYKEETLGIGLWIELKNDETIKEIKTPLDFISESSFF
HEEVYKSVWGQPIHGWIPLFINQTHAKFSVFKNSLSFLLEYYPKLLTPNRNGQIDLDSAEPYVELLCKLMNNMVVEIMKG
VTHASIKALYGYLYFHRWLIYLMENFPNSLDNIKKQVQNFINDEKFRTKNACPNIGEFLPKLTILGPSGFTWDSIKSAVV
DETGTRNALWVVKKHPKLSNIHSDQNNYERCQKSWEENMVSCKLIMFHVFFLRNVVEAYGDLPLSELGRMYDINFGAPPK
TKSDESLEDVLQREVFKIQKVSSFEEYFEYVGFNNEFSSATTIAQYLRNCVKKSEQKGYHTNKNSNRNNHSSSSNNNYRG
NNHRNNDNYHGNNNRNYDNYGNGRNGYSGNNRRY                                              
>Ngru_XP_002671488                                                              
MTPPPSSSSLLNNNQQTITRQSPSQQDVIKSLVLNHPLKRRLSALETFSLQSSLNNQNNNNCTIIQTSLHADSMDTSVES
PQDLNQTKPLEMRKKKMKTPNKTIRKQGYLMFHHYQVCPESHIDRLQMKEPVICILSSKKIQLFTPKLFDNSFYQNQVEQ
QQQLLQSLSDISNTNQAITNNVIPICDKYSAHLIGTIYLDDRVCLGKVLVDPLSSTTFSVYIEKSNEKTINNDNDTQCVK
MHWESSCKSPPTDGTSRSENASPSYSPNVDEEMTCTDMKYESITANAIAEDRLVFEATNESETLQWISSIRQVASSLHNE
NAYILTELLLKIFEYLDEKALADVSLTSRKFNELSNYDFLWFNLYKSRYEKQAYDLSYYKNMLRNISMTSSSKSDQKDDE
DAVYGEQVTWKYVHKKRIIYEKTFLPPPTPPEQPSNSATPTTNTAPTAPPPTDQTTTNAATPSSSSTAAVPPPTQNDNQK
QDQSNLSQKESQATNNEQTEIKPPTKEEIEKLQKEEDERKKKEEEEKIKNKSTQFLRKANNLFNAADKANNVYKKRMLWM
LCMDNYETCLMYNDKNWTAARNWCVSLIRLEKLVHNLKTNEAQLYLAFMLNQCMEKFDVCMKNAPKNDEVLTLWAGTCSD
IAIKVADMDLSDRLFRMAHEKFEEALKIKSHIGTYNDYGISYCDWAEKKIRHLKKRLKISTSILKKGAHIHLEVDSGSKS
PKTPCNGIGFSSTPLPLSNFFPYCSLLSGFYTSTDLKELTYDEFERERKVIDGYLDESSKLYDKCLNIKPEYFHALNNKG
FNEKLKIDLLKVRKHSLKLTREQEMETNIERKRLVDIACDLFRRCIEIKDFVIARNNYGNMLLQESKEELGMDRYQLLEQ
SIAQYEQAMILEPNNDGCICRCAIAFLMKAEVILNEIKNGERAVTSTIGTPEQVNSNLEYLYERAKVGFKCLKNTSLSHY
NLACLNAIFNKKEECKNELMACIDIVSEQKLREDKDFENVREELWFKEIMEKACNKPSVMIGPTNQNLDL          
>Ngru_XP_002671431                                                              
MAKRKISLPNEILIEIFQFLESSFVVNSCMLISKKWYKIIFNQVKTLSCELTFHDQEKIDRLVKSPWLHNISKIKLRACD
DYLESIKGLMEILKSYDQLRSVDIGYCYIGNSQTISEMKQLTSLDIDNNCVDEQGVKLIGELHNLTRLNIGCNRIGLEGF
KSISGMKQMRDLNVSSSGAGVEGAKLMSQLKHLTKFNISGNEIGEEGAKSIGELKWLTMLDICSNQIGAEGAKSISQLER
LTKLYISGNGIGPEGAQSISQLSHLTTLFIGGNQIGSKGSKSISQLKRLTILYIDSNEIGSEGANSISQLSNLKELYISD
NQIGDEGAKSISQLKHLTTLEILRNEIGDQGAKSISQLKQLTRLHISCNRIGDQGAKLLNRMKINSLIN           
>Ngru_XP_002671420                                                              
MEDTIMMDLKITLVDRESYLYDISLSPPSSSQDYCCSSPSNELMMLEDEYYQHPDTIAHHDADFSCLPDELLMEIFSYLS
PIPNYIRLRRLNKDWKVYFEKILTRQVSFHLAYSQWIDIASVSMHNLSETMKLLPNVEQVVVYNINNIEDCSLFRLFKKN
FKKLKRIKFTNCIFRNCVWLVIPSLRKFEMSN                                                
>Ngru_XP_002671094                                                              
MDNPISNQPKEDYSSYTEYVEQSINDVLPDHILSQIFSYLSFHDFREVTRTCMMWRRICFTIQSALSAFEISDEMPVECA
MSLFTRFVEWRIGSIRKVNIHSINVFTNCGHKFTGVKFLEEASSMALTGFPNIERVKELEITSTFFGDMYKYPGLESIKF
LKFKDAVIDFFHCSLFGLTLVESLLPLIDFEKVDSLKLVTNSKLLNSLACYAKENIQSKANLLFQNINSKIKYLRITLAE
ESTEDDDFEGEVDIPLSNLEELYVEFATVRTVNMLHFDPEKLKRLQIGSWHGKHTIENPLQPRVSFELFLVSEFHQLLNR
SAKIQTLVLDNVKPLFYRTFAFSQFKNLTHLHVAEMSNSNLTQLAPKLQVLKVGTITEFNPEIFKLFGSLKELEMDPKYA
SKIDFKDLPKLSNITLQSFSAHYSMDINSDSLKSIRVMSRIRTLTINAINLETFDLKGNIDKLSIRSNQLEALGVMSYNQ
IGDLSILSFQIPNHGCENVSPLKELNLANVSTVRQLHCPYLKTIKVQSMASICQLVDLDQTPLIEMIIFEKAFIEPDAFK
TCLDYFENLKTIEFFDCNLGSSANEIIEFSSTIEVIEIYEGSPELIRFLTSLFSESPSMKAIYLMDTEVEETFIESISQP
KADQWKNLELISLQNCVNISGKAISDFYSNIKHYASLKSLTLVLSPGNEIVYDARIPQTLESFTGIFNSVEIIPTSTARS
NMVNLKTITLDGRNSTFSNFEINTFLQSIFDLFVDDKEEMAPFRTELYSLLACERLIADSESDPPDFKLINKVVAGIPSI
RIVSKQLFTDDPVLLLSQRPHLKLCD                                                      
>Ngru_XP_002670920                                                              
MNIASTEETLPMEVKMIIFEYLSIVELNHLRIVCKEWNDTLCSSKSNLIWSDLINNMKGGKLLFIPNDDGKIVQLTNSQL
RKLAKLLYLKQQSSLNLYNLIRQRATEPQIIEDPSDEDSDMDSTDEEKSNEQQETNTIIEKVTDFQLIPQKELITEDIQQ
IQNNSKEKTLLSRGLEASTVDNASQNIDCTRDVRSRRKFWSSKGSKTTQVNEHLIYQLQDPWFVVERERKLAKLKSSTYG
YLDIIHKYVNTSREENPMDDLDHINQYSNIGILYLERMSICPFVASWQSNNCYSPKFVSLSIGKSSDKNSFIKITQDMPV
EQNGDFQQFALGPLVIIYERAFNSDNEDDLLVKSKVPIVQEEVRDDTMDDEEENFETEDEEEEEGEQGRLMISVEDAMLA
LEESGGVFNARFMEVVQQLVRERMRTQEMEQEENKMLSQLTCREHGDLILRADLIGKVSSLQDDDMDFSIRTHHSLNTPL
TSPNSPSMSSTISTPSSEPYHPSLILQSELPLSHIKVVRNREEILSPCVSAGRHHHHIPGSASSLGGGSTFGSSTSLNGL
LDNEDSSPTDIMSYNVPPPTIVPPSTFIEPITKSGVVPCGSVDDNNNTDDHHTTTSLEAAAEELLHTLETSNNPKSLEAA
ITTFIEQETTRRRSTVDKEDIAILQEIAAASSQLASNTTTTEEKIETLSEVVPRRLTITSSSEEINRNEEVNNNYNTLSL
EASSTNNNKPFRFMQKRPSFINPELMSMLFSSLLSLQDLKPSDNQVAGHGQKDGEEHLVVRHLRDKIYKPINTKSKRAFD
EVKFYEQQAPKIPLLEPFLPKYHGVQTVKENDQQFLVLEDLTAPFTNPSLLDIRMGRRVYGDDASLEKIKMFEEKYIYQK
ELGFGFSGMKVYNTDPEFSKINKSKHITHKDQKYKVYDRYWGRLCKPGEESTEALDAFFFDTSYVDSEVVGIKTVKSILS



QLKQLEELFKTHQLIFRVYSSSLFLVFDADKAIVRMIDFAHVHENKEPSIDENYLYGLSNLINYIEEVLRRKDASL    
>Ngru_XP_002670567                                                              
MQFFRTFFSSSTSQPREQGLLLGGGVGDDADEEEPLIETLGSEVISKVIFTYLHNREVIKCALVSRKWYRYVQESNVQIN
IVFDCMKKYERWRKLAEKGGLKLISHLGTKIKFKKVENDDEIKRLIIHSNLRGFKFDNESKIKFDNNCLKELGNLKELTK
ISLRNVKLTLADYQLFGSMKLKCVEIMDSCVCELGIQNICNITALKDLKLRKLKARVNTDEAFKYLPKLTTLTTLDLSFT
PVGDAISFISNLKELRQLNLSLTVISQIPLTKLRKLEKLNISDNPCITSIDLSNLVRLRKLDISSTMISKLTGLNDLKEL
RKLKLSNNIELFNSLEFLEFMPSINLPKLKHLDMSKNRLESCKLMPLTKANLPELTTFRFGGNKVDETTALLLCKCFPKL
KIEEQRFNRRLSIDKVEHMYGQCCKTIPDL                                                  
>Ngru_XP_002670519                                                              
MQLDDLPDENISFIFQYLNTSTILLQCSLVSHRWLIIASEVDLHVVIQNNFRKANCFLSLLDDQMLQVKSLSLSKNHLNT
KHVEMIICSKYLQNISDLDLSYNNIGTDYLCRRMMKCLGNLRALNLRYSGFGGILIKLDGFSSNSTLSNLTSLDLSYERV
EEHGAEYISNNLKKLQILKLRGCFIQDVGVKHICNLEQLTSLDLSFNNIGREGCAFISNGKLMKNLKTLDISNNFLFSHL
ALPLLFSGENGKNLTSLNMSGLYISMGNELVSLNNLRELNLSKCKSMGCLNRLNSCDLLSKLTILNIDCNMIGNVNLNKL
QKCKNLKELNISRNNITCSGAYELSQFDLPNLTTLILDGNDIQYYGILSILNSKTLPNPKQLLSKNKSAVIQGLLATVMK
TSLVEDQ                                                                         
>Ngru_XP_002670472                                                              
MNTKQLKRKREHREMKEELKDRSVVVQDSKRKKQSLILSHLNEVPDELFYMEIFSYLEFESLAKCAMVCKKWFNASAQTA
TSLYHDTITGMVKNTNYYCVLVASVCRHFTNIQELSLHDCGFINIFNEQENAYIETVMGNLNNIRKLEIHGLRITDFACR
EFSRTPKPFLQELKLDHCMISDYGFSNLARNNTLSNVYSLSVTASAIELDSCKELSNLTNLKILDLSHNCISSEGAKYLS
SCLQNMEYLDLSFNNIEEGFESLCSQKNTSMRKLIIVGNNIPGSACKNIGNFESITHLDMTGNPLGYEGASFISKGLKEI
RTLKIADAKINSSAMIYLSEGIMNNLSELSLEGNFFGDEGCVVFQSPMFSNLKKLKLNRNCITCFGCENLACDTLKSLQE
LNLSFNRIKTRGINFLSEGKFENLEVLNLTSNFLPTIAIPLFKKPVFSKLKVLLLMGNRFSTCSSSSSLKDIFPQLQLTD
C                                                                               
>Ngru_XP_002670446                                                              
MGQSQPSYPASTPPCNCDDKHNVRESVIKKIGNVRMVPIDIFQTLLEQEEKNDENLIDLFNEENCSIYEKELPHELFIHI
LGYLTGSEIVKLGRTCKNFQNSFKRSDEKQIKAFTKTVLLGPEGSGKSEIVARIVGKDFDPTYTPTIGVEFAMVPYQLST
GINVKMQYWDASGKPTFNSLSRAYTRGVHVIGFCFDLNNEESFSEMKNRVEIYRNENFSNLKWNANLKEENAHLLILGMK
RDLERKVSIQQVKEYISELIQVKKEGILLKDLRIQYFELSNKTDTIEMIEFPFMYGVLQVEDKLAVESPPQPVHGNLPAK
K                                                                               
>Ngru_XP_002670347                                                              
MISPRYGQSATIYGDYLVVFGGYDNNSFTSNELFIFNLESREWKLIELSVEIKGRYYHASVLDEETGDWYILGGKSATNL
VKDFVKIKLSTLDVDKATCQSEVLISELDGFAPRFGHSLVLEKSENGKRLYSIGGCNNKVDHLDCIYIDLNNIKNGWDVT
YTHSLSHTFKSKDVGPVFHANVPFQVINEDDSIAMNYFVFGGTYQKTEDSKIQETSQQTDKIEKKQKKKQAGEPSFNIEV
FDNVMNDDIFRLVLSFMTISDLCKLELVSKKLRICKLTSEDQYWKDYYYQRINLYLEASKTYNYNYNKITRAYETNYQYS
EIYTSYLKFTSNYKRRLIEVIGECMSKADRDHHKRTSYIEGLSQCGSDIYVPKEEILKYKLKNASTSAFKIVQVGDGAVG
KTCLWISLTTNAFPHEYVPTVFDNYSQNYVCDGTTFSLGLWDTAGPEDYDRLRPLSYPQTDLFFLSFSCSSESSMDNVVS
KWIPEIRHHCPTTAVALVCTKIDFRDDPVLSRELLVKKHKKIHSFEQGELLAKKMGCLTYLETSALTGAGIKDLNEVMVR
SISMWNDPSFKQIVKKNREKKNCNMQ                                                      
>Ngru_XP_002670345                                                              
MKIYKKMSDLLMFHSHDLTDQLPTEMLLEIFSFLHSKFRLLTLSLVCKKWKFLSLTKTKFNVEFKGAKSSTFINNALFEI
DRQQLLVDKLEFGENPVSQATLEIVENLRTSLQYLKCLVPIDELRFIINQFSNLKSLDIRRSKLSDNSICHELMNSKLSL
PNLVELKIENEFNNAKTGDHSIKAQLVSLTIDGPKTYGRMFKIRKPVVANLEYPNLKKLELIDVVIESRTLPIGLKSLAL
IGCDVNFIEFERVSESLEKLEINLVTTDDVNFLQKSNLKNLKKLKITNQDLTFWEKLEKVYQDEWKAFTLTSFTFDRNYS
KTVKKLCNLDLLTSLDISNGKISSNDVIDLLNECEMKNLTKLKAQNCSLSQEVIPIIEKMKSLKYLDLSLNSSMKDSERE
IICGMEIDYIDCGGKNFDEMKETNVEFLDSLSNISIFEPRKSIEILETKN                              
>Ngru_XP_002670138                                                              
MQNSNSLTSTDIHPVSPSSPSTVQEEGSRTLANMWEDLPLEIYSEILSFLPVLPNYFRLSRVCKSWKDIFNFLMNDYFEY
SAFHLDFSEVDPYRMEYSDLLKIIANCRGVKKVTLHFMMVTPEILKAIGRTSVETLVISNCEVRNELNDVDVDDYLSRFR
TYNSHYHSSIALEFQPFEEKIVTSNSYMLQLQKFSKDVKLTKQTNYFQYLKTVVFLDTPFYALYPKFITSEIESTHLYQY
MSHECELEHFEIPSFEYLDIDNIKTRPFVDDTPASTSTFGYFSSLSPNNPKKMVALKRNDRLVNILCITNGFIQAQTIVN
GQYIDYVTIDPLEHEKCYEFFMRNRLPFNLKTRVSFVGSCKNLDVFRKFVTSGYMKLLDVDINDQTVLFSALDRAYETSP
GFTGDSYPYQFFNWKSQLEISSLISTIKWIHETPEILAQLDQNGAIFKEYVSTCKNMDKRWKNYFSKFKNDINSKIDWEH
FIKTGEEQAPTKKRKQASTSTANVENPSKKR                                                 
>Ngru_XP_002670022                                                              
MNTSSLNTNNAEEQFELGIAILNKAWKTKELQMLDEIEGLKKIGQKKQEEIHQINQQHSKLQFEYQSLNTAMKTIQEMNQ
DLQSERDRLSAQVKALNGELSKLKAFKKQIIQSINLEELEDPSSNGNNTSQFIPPTQTNNSMMSENRSFNSSNINNQSIM
QQQTQSQQAQALEGKEFFKQAKEVLTNRQFADFLQQIKLLNNQQQSAQQTLDNVNIIFKGEHPNLIEGFKRILTQRQQSA
AMNNSETSFIDSDELDKVEVVGNEIFIQRRELIRDIFKNWIIDIAFICLGIMSLWRIPRIILHYLTIITNEEKAGSMRNK
AMEEFVQSILDVVAITAMVVLVVPTLYRVGTTIKRIRTEDTLYQFIIISEAFAVLKDLPFILLGLLSMWRLPVIILKIWV
FHKEEYETAEKRRKLALQQFLDAMIDIPFTISLVLMILSIMHIFTIFLLFRKYKKAKKEEKELGKQRELFTFFRGKVLKQ
LYLLPLQIPLIICTYLVTFTVYRIPITVTTMKSLVGQKEPKKLAAKVIVSQALSIPLDLICTVFSAIIVLTVYRIKDLVA
VLKTHPVFKSTFAIREALEVHKQIALVFWNLVKDIPIIILFLLSSLTVWRIKHILRALANETDYKKRLILLGTNAFLTVL



DIPCILCSALLLVSWRSKRVVNIITAAYVSGKLSEAHYSILLEFYELILDIIHIALIPLLLWRIPNALKSAWIEETAKGR
RGIIRYHLSQIILDVPYMLLTLVVVLSVYRNVELYHFLSKKKSKRGYREFIRDQALQLIIDIPLVIISLCTCIVIPYRVY
FMFKYLFLYEQWKNRDEERRRELRVLIAKTLVDLLTLVFGIALLVMFWRIPFVVYRYLMLKEGVRRTLWIEFKSAILDII
CLAALFINLTFVYQFPYTVKRLYFFTVACIKHLMAFMKTKPFSTTKSKTKNTSEDNGEILPSDMFFEILTYLTPEENAAS
FDRVCKHWHELSRQDSFLWQLYLDIDKKANLIDKKFQAKYNNTNNYNSYHYYNNINLNEAYYSAIGSYKNEDFTSVFKKA
FSASDSENRNEYIKRYLEKKSRYSYKQYTFEDAVNDDYKAGFHHIVKAETQHVIEHIYKLFFIRYKLLGLVLYPFYYLIS
LFSHVEGIESDMTWDRIEFLVLLIPINLFMLLVSLTEKLFNLMDVFPFLGYRWWGDRDFQLWNYRSFYGKKYATSVFLGI
ASVLSSVGIILYGFSVAFSPFYFDIRVLVCKTVMSIGSIASVDSIILNICKKKNIDLEELRKQALVDHMNRDFASDAVNY
WHFEDNISVRKLEMDRFDRLIAFRPLLARMTPNFYKNVISNNNFISSLNEKECSIVQRILDQILYQKHSTLSNMDTDESL
CILFLLGQAHGDLIYMKSMIIQSVITKIGFDNVLDILESIESYLTRDASFFSSTSAASPLMKIKDYCLDFMGSQASEPGY
EFFIETDERVDKYLRLIIKRKTIKPVTWEEKPNNISKSPLMDLFNDHSTSDICFLVGNQKIHCHKTVLISRSVYFETLFE
GNWSIELEEYGPEMKYLIQYCYGFMNYVPSIHQIPLIKKAHQHEMKDLIPIVSKQIIVGKDNFEMLWSELEHYSDDSTFS
EIIERVIKYGFDHGLFGREEQSFNQWYEDLSSGNSDVESFCFDQQEDMIINTIQLKEVSSNAATGAAASSVIESIKGHEV
IDITEDDDSQNDQEVTNLENVMEINSSDEDEEIMHNDKADSEDDSDDEIYFLTSDEEEDYHPSKTTKRMDKILSELVPDV
LEGNFSVGGEFDIYPAIGLQLLVSNDTNVVVERRNISLPFASKEQANDIIQLTTMNEETKPWQLELNQFEITNPNWNDMI
NNLLQKEIKQGLGVGAGGEMSVKYKSNENFYPNSSKSHYSTSYVAFYHESDFKVNVLTSGLRLALVYNVIFNGPYYLMPA
ANAAEMTLNYLSKTLNEWESETPYIIYILNEQYSRHELSDGSNLKENDAVIYDWLRNYNSIHNNFYLCLGNMHKSKSGDV
TSMSVQEWKRHKRLQNEGGRNYENSDLDDVDSEDLENSYSTYTIEYLKNGNEIFSKEIKVSDISIIIPFDRINDFENDGF
HVYHDDRFLVKANFSNCKHKYFDMLVDDQLENPNKANVDKILEMMKTNWLQESALLNAVLKLKNDEIATEFSNKHLCLKS
WQDLISTFGFMNSFKQPFFKFITSNLSSKMIFDFAFETILLQENSTLTSDLCDYVFEYLSTTGYLSPYAVERILNCMQLC
AVPLMESTSVYMIKRCMVVDQTELSLILKYLENYHSYMVSALNLLLGNKEKFLRYYTVIIYYLKYFFCEEVKNFLEGIIT
EMDLNTSLKFVIHLNGLGDHEVANVMLLKLRERIINQFITDDISVENCKAIISAICYCNFPNELSEVTSAITSKIKDFVG
VAKILIPLIKYIEITYGKSAFIDVKAFAQLVTCSIELIKSILNIQEKADVRDWSLPTFVCETNCSNCRDINNFLQNSNPA
SKKYELHRTMPLLRSHIETNLHSVTGLFSYITFETNQRTASVIIQKISNPRLNIYEQCSKTKDALNYLENLLSNTPIIQQ
QPTQASSSLITHQPKRSGSFSSSYPNKKKK                                                  
>Ngru_XP_002669931                                                              
MTNNTKKRKHESSQPSAADHHDGHDGKMFDDENIESVLFEEMTTVNSQLISLANKVKLVDSRYFVYNSEIIDEFVGNIYE
FLKQVDIHRKKVSSTRLNSDNLFSIFQFLNVNDLAYCRYVSKLWKDVVDRVEIQVNASKNVEFLVKSPQIKNVTSLKLSG
ALVSSFQSLSRKGIRWDKLHTLDISGNNLILSSVKHLTKCQMPNLTELSLRQLQKFKKTEADALFGSAFMSTVKKLDVSY
NFDGIGSCLGTKYLKQITHLTSHTYGYRGNEFQNEVLKNKPNLEYLDIGNYQITDISLSNGNCKNLTYLKITECSINNQD
FANLLISPNLPNLTTVKWVNANVQSYRNMVFDNTIAKFPPNSQSSITNLKLDDSNLAPFPSLIDHCPELKQLRLRPTKES
QNVLSNYLNSTCLSNLEYLSIDGGNKELQIICTNPILSNLKELRFTNIEETSIDATILSNCTNLINLTKLEGNRKGKMKV
TSECLQALKTNPTFSKLQTKDIYVQEETLKLENIR                                             
>Ngru_XP_002669858                                                              
MKPSSSSASNSNNKKSAKPTQYQQQNQQNNQRKRPAATSSQNTSSEELAIKAFLHHEFGYEKEAKARKITTGSESSSSLG
EEELQRLSNDALKQKNNAHDCGEDFDKLGDLESVVCHLSKRIPTNLYSVPSSFLPKNCNFSILDHLKFLIPSVKKEIQEK
KEQAVKKTLKQPSRKTKMAITTNKIPTETNLPPRSDKQKVRKLKTALNEILKKRETRLGIFGVMPYELLLQIFSFLDWKM
LHKSINLVCKDWNDSISKYERYVISTWHHFDFFTTFCEKDLIIDSIENEEKLDLTKIEKPKTPILTCIVEDALLDYCNLN
HHIIQPLLEDPNTPIATEILTPKVLDFIVPKVFPNVKYLTGKALFEYLINIFRYTVKFIDFKGFNHSHRLSSFGPFPNLE
YLQWIDNRFFVEYNFTELKPLFENVKYLVLSIKADANFFSNVFEKSCHVHTAVLGLLGNAQVGDFCRAIEPHMKNIDPTN
ENLGLRKISFVECTLTKDAISMLGSASGHLLKVLHLNKMDSLDDGLINFQILEELSITNSKLRPSFIYHLISCPFGSSLK
VLNLKGSNFNFSSIQASSIRSMQLAGEIVSGINNKAYSADAARRERVIEFKQGLVKILNWMIPVVSDVQKLNTIELKLVL
TDYGEFYFQRNNKRNHQNRQVWRNRLPPYETVTVVRNRNALLIIVGIFVQLIPSVQCISYSNPEILVWGSNMYGNLGYPL
LASASTPVEVTQQLTEIISNNYTWNVAFGMSNVQTTVPIITGGHTFTLVLLSFKNATDGSLIGQTILAAGDNSNTAFGFA
QVPYYFSKYVTIRHYRQEYIASNPLKNKEVNKIKCWFTCILATTDNLVYVHSLGGAGLTQYNVPTTFPDPDGGPNISTYI
EKVFVTGAFGSETYFVLMNSGHVFSWGGWNSGIRSHTSGTENMNTPTLIPLLRAIGYMSVYDKGVAAINTTGHVLVWGDN
AFGALGLGNNANTYSDPQLLPLDYSTEKAVKVCLGITTGTVLTESKHVYVFGTNQGGEASSSVAYGGSNIYSPYNMTSLI
TGAAAGKGLVGDILDIDRGKYAGFCLFGIQGAANLLSWGRAVYNGFTSGNNIDIVNIGADTISPEGFLNLYSYAMVSGNS
GKIFAFGDNFQAQMGYGDVKLLQQPSPLTENGYYPFTGDVKKVSVRAVGACSYININYENQNSTLHNWGACENSLSLNSQ
SIKSTTLPQRVNSTLFNNTEIVDIRISSTNGLVLTSSGKVYGWGSGDGYPLGVSNLYSSLSTPIDLFSENTNWNATKIAS
GTKYYAVQLDNGNIMMRGSLASLYVAISWNLLDISNITNINETVQDFAACESSFYILTKSGKVFGLGNNANRVISSATSN
LISQWTRLESGSIGSKKIIKIVCGSFPLFLSDDGVAIYFTSGTSFAWTMPNSELVVDISNGDYNNFYTNLYITNNGNIYG
TGYNQYHQSVPSSSLISNTSPTLSIAKPSGKMPLAITTGAAYNIIIAVDEWQCFGKNASSSDACSSNGFCIGQDNCRCFS
KYNGTRCQIPLYYPPTPMEEYFINTLDQSPPSYRYKMSNQIAKYANK                                 
>Ngru_XP_002669797                                                              
MSPCLLTDNELMCSDTLMHSFLFLDLSTMIASCSLVSKQFNRVAKSNPIWQILYDKWMFDNMNEFYWTFNHEEFINCFKL
SSDQENRENLEDWTEPNDMGPFYWFRKCMEILECLPRLDLKDEEGEYETFYYQLNNRNAATESHLKLATILAIIYGDYSF
SLLSDSVVIALRGYLTESEQEIVCPLATFCIMILKSSYLDCLELRETENTNLCVAPFVSGMWMNGLIDVKECCFFNVMDA
CGYYNPLNGELSYTNESDEGGFSWCPRFFNAGGRYYINTICASNIGPSSIKVEKSERFDYY                   
>Ngru_XP_002669764                                                              
MVPDKIDLLPSAKKQKVEMSDDLTSTNLAPLLQLPSEILTHCFEYMNVRDLTQISSVHSVLHQIERSQIVWKSKCQSYFS
LPNIVIQDANKIVIGSGLKLEQLFENIPNDCFKAFEQEDEEKIIRQNDRCIVVSKYKHYGINNILKRWSETIELLFTKIG



GGLEQEDVFKLLFRYYYEMYIGELNIDIEDGCKKHCKMRKLLNQMEVYLSVHSPLIANSISFSEGHNLLDSIEAKKIKLC
EIGTCFEYTQLYLLTDGQLDLKNKNYAFFGGYGFYDYQARLPLLGFDNLMHYSEMLKKSNNICLASSYPIILNSYCAVLC
ASQDITDDVLEVSIKKGTIYQMSGNNYPMIFSDSFSNWFETYVNNLTILNLFDFEPDGSINRFPTKNFGSETTTNGVKIY
CQSLLVPELSRYSPEEVHYYFSYRIKITMDKNESTQNSCKLVSRHWEIYLTSDVQNETPEVVDGPGVVGLYPTVTPGSVF
TYNSCTETEEEIGFMKGYFTMKNLKDGQLFNAMIDLFSIDINNHI                                   
>Ngru_XP_002669662                                                              
MVTDIESVLFDEMTSVNSQLISLASKVKLVDNRYFVNNSGMIDEFIENIHEFLKQVDIHRRKVSSEQLNSDNLFHIYQFL
DLKNLVHCCQLVCKSWKQTLNRVNFTVKVDKSKTMIGQLVKSSLITNVTSLRMQHPTSDMFKSLSSCKKLQNLKTLDLNY
SRLGKTAVKYLAKCQMPNLTELKLNNASNFTEIEAKELFHSSSLLSNIKKLEIQHEMSKEFIEILSNSKYLKNLSHLNLK
SLKMETGNYGLDLCLKDKNDLERLEIRRFNLTNYPKLLTDGSFMNLTFLDIAHCSISNRELGDLLVSPNLPKLATLHASC
SSTDNSIIELPTDIHTRSSLTDLNFSNIASFPSLANYCTNLLKLTIIIPSIEKKSSNALIDLISSPNLSNLKRLDISCWD
EIFEILFTSPNFTKLEELHSYPTDFRNTEELLTTELILNCKTLINLRLFQWYGMRQVTSEEGEEAFFKNPTFSKLNFDYQ
EFN                                                                             
>Ngru_XP_002669636                                                              
MTTPPDDKSCKAESSAKASRGSGSVGINSLPDENLLDIFSFLSTKEHFSQCAYVCSNWNQVTRGRLALHPSFTLFEKWTD
FIERSNLEMDKVLSLTIDGVELIEEQCGTISTKLVNLTQLDLCRNKIKPTVVKGLSSLTNLKKLNLGHNEIGNDGAKHVS
SLTHLTALDLFDNGIGPNGAQRLSSLTNLTQLNLGNNEIGDAGAEHISSLTNLTQLNLRITKLGANGVKSLRGLKKLTEL
DLSGNQIGYEGVNNLSELKNLKKLNLGNNRITGDGAERLCGLENLTELDLRAEHLSQLKNLTQINLCLNQIGPNGAERLC
ELTNLTQLNLRSNLIGAIKAESLCKLENLTQLDLGYNRIEDDGAQRLSKLKKLTQLDLSGNQIGSIGAQSLSELTNLTHL
DLNGNGIEDGAQHLSKLKKLTRLGLNDNRIGDDGAKYLSELNKLTHLSLDNNGIGDTGAECLSKLKNITYLSLDDNEIET
AGKKHLRKLIRCGLCSIRTEDDTEEGDTEEYDTEEYDTEEVVIPTRVIDDDVKSDDRESDDSEDGYLH            
>Ngru_XP_002669579                                                              
MAQNIFEVLPNDLIGEILSHISHVELLVTFSRVCKYWQRICYELIWDYYEKSILQLTNLNPKLQFADLDQFLHSKQGRKF
IRYLLRKGVYDFACKLAKISSVSEDIRSCSIKEKWVDVELSVLKECFKRFSDLTDQPMIPPPKPVQKVDESNSSSRGFFS
GALSFIGSMFAKNPASSSSTTISNSTNSIPETKVTAESKPRPEYDFLTKVVLDGDYASGKTSLFNCAMNEIPVNASRNHH
IPTIGVDFGIKNFQFGDTTKIKMQLWDQSGPERYSRVSLSFYRNASVVLLLIDPSNNFASESMKEKAETIKKHASKAEVI
LISTKKDKKEKRIISNKQADKFAYDNFESLHLDITNTKLEEPKNIIWYCALLKYLLSP                      
>Ngru_XP_002669552                                                              
MTSKTFSDLPQDELSVVLQYLPIGSLLMFSLVSKANYDFVRDQVKNNICKYVVYENNSWSLVDALRQKKSMRLSECSNEI
EGFMNEIAERNGSISEITSHFKADNISFPDLYHLLDIRKGSEEEEFQQVQVETICLENTPDNKPPQLVGNDEKGYHFEKK
MKTIEGEPLTYDLKSLSIDMTLTRSKLLKIMTKLKNLESLNLIVEQEYYRPKTSRGGRGLGGGLFSISSGEDDTQDGKGE
AFDDEFIYVPIMKKLKKLVIERGFDDDRFIFEISSFCPNLEHLHFVCRESVDDNMLEHLAKYCPKMKYLKIKSDDGATQF
ELEITDKGLEHFLEKETQIEVIDLEPAANISGSIFKRLGDFPTLKSFRTQRVSYNGDCSDQEEDIFFGGNTNPNLEYLDI
GPGFSFTKEEFEKLFISLKKFAPNLKGFGEIGQVSE                                            
>Ngru_XP_002669506                                                              
MVANTPFSSLFLHYTGCPLVAKSSLLGMLRNYRESKTMQSIEEDLKKASDKKVKAILYVQRAFLEVQAAHEKEAKRSMEL
ALEMDESVGNVYVFSYLEACCHAIACDFDQATKLLIRTRDLLQDSTHAHLKSEIETKVNACCEQNKLIYEKVWSSFFSKA
PSTGSLISAEELDFNIAVSLYNSCQYAECVKIIDDIYLAADSKAVAYCYYMRGSSYLFMNSASEQSLNDLENAYKLDKQE
ETGRILKMNQDLLKDETKVNKMFYKLINDEIIYAVFSYLPIYSVMQVSSTCRLWRHLAAKSLSRRDYLDISYENFINNID
SHLNAFNSTKGKSEKPLQPYHIFDQVIKSSLFDFYSENVMDKRVAITEYAFHFDPNPVVWIKDVYHEYISYEKRFLKNVK
VLHIPLYTWFKDEVQLNKFFEKNCSNVEELVLFSPHLERELENDKLKPKAVMDVIYRIPQCVKKVTFDFVLLERDFPADV
CSVHGLKFPKLDYVNVNDNRAIIERLFQPHFPNVEVNPIEFRSNTYYKRDYPYRIVYYEEPKPFIRLY            
>Ngru_XP_002669423                                                              
MFNSSPITRTTIHEENDEDEQQRSGGWFHSRVPPEVLYSIISYLDFRSIMMIIPRVCSSWREIIIQQINTLHIYPNIDLY
GGDFDHLFSSEKEEQYQKHMMIEKDIIPFVKYLHKFVESNRMKIFNLFIYGSIQEANLDRYAPSRPRNTHFPSLHQQRKK
EFSQRVVNYLPNYFTEPTFSMETSYPTNCSFIKLDFNFDSNAFCNLFKACKDNLQTVVLKTCKVDQPFCQCFDWVKDKLE
NLVLDNVTGFLLTNTSEFENLKYLYHDTEYSIASNVLESMYIGPKFFELNNLSNCKKLSLHLNYTKAAQLNQLSSTSNNI
VEELEVTLGTVQYSYWEESLSIFDTVEMTKAFLELLAKFKCVKKLSINLDGVFDFALMRHSSPIFLTSDPNLKELPNVLE
LKLEGRSFFTNRIDRWITHFPNIKLFSCHVDNENDIDLLQNSLYSLKTLEELDLSIRSFSYGELSSKLIETLLFVFKEGG
AGRSFLKSLCIRGYGDCREQNPELDKLLEFMSGYAKPAKVCLVPRKHTPALQSMQSKYANKVDLQVLESQVLMDKSLENV
KPIDYSQSIDEILEQRRDLSNRLKTSSIICLYCGCLVQRCDYSKHNQICHSGNELEYDLKVAKQVDLSEYETHCPSCHKD
IKRRDFSTHECTETRIKLPVIPTSSTKFHYQ                                                 
>Ngru_XP_002669329                                                              
MGQSQNQSLSSLDNKSKNINTLPQPQHDEGSSIVDLSSVAQLPDEVLEQVLFFLDHKSLMRLRVSCKSFSEKIVYRKIID
TNKILKPTHDNQDDLYHYESLQISDMANVIGFHVSVLSHDQGWASVSI                                
>Ngru_XP_002669142                                                              
MYDENIETVLYNEMTTVNSQLISLVNKVKLADSCYFMYNNGMIDEFIGNIHEFLKQLDFNRKKASSDRLNSDVLSHIYQF
LDNTTLQECCCLVSKLWRQSVDGLQVGVRGENLDNFLNGSLVKNVAKLTLIISGDAFKSLANCRSLDKMKSLDLLSLSNV
AVEHLTKCHTPNLTELNLVDTIRIY                                                       
>Ngru_XP_002668945                                                              
MSQKEQEDNLLHNLKDVGLSSDQIFQLLMEKEKTLQKQEERKIKELESNGRQSTSTSQCTNSNQDNISRKRTLESSPAML
LNLIKKSKRNGKTLMDLCNDEILLIFEYLSNFDVFKMSQLSKGFRDLVEQVNVLHLVTKIRSSTLIHFMNSRYFYNIQKL



IIDITIPHIIAQSVLTYCNSNRLKELKLTVDDNSEDTLSFSQFKESSFKNLEKLHIICGEKYVIQLDNIELFNLTDLTID
GACCPFQYYLNKHVNNITRLHLEKVEHCTLSELPLVELKHLTIRDSNLSITTIASLLNNSEYLEYVNLFNVYGFDSDEED
EEEEDDSIEVELPSLQTLIINNVCHTFTSLIFKSEMPDLNYFTIQKMLKSDAEILKDNASITSLKTLKVEEGIEEGAMSL
LVQSSTFFNEIECIRMEFKSETIDPKSLVYISSKPNLFRNLTELVLHTIDGGSTMEGYQSFFTSKNISNIKKLSLVCPWD
SQDLIFLANTTVLPELTRLTIFDTLYYEKFNDDFFSTFAKNSNFKNLEELRISFINDDGIREILDSRHLNKLKKIVVSEM
VVTAWGFKQLENRGLEWTTFESIKEDSDSEEEEEEEDDENSEQ                                     
>Ngru_XP_002668324                                                              
TSSLPLGQLTSRVGHSGIFHNDKVYLFGGFVNSELLVNDLIQVDVSSQKWENKTIHNRGPSARNFHSSCLVKRKSNDCSD
EMVIFGGKSNGFHNDVWSYRFDTFEWGLLEPSGDEIITPRYGQSATIYGDYLVVFGGYDDNNSFPSNELFIFNLKSREWK
LMELSVELKGRYYHASVLDEETGDWYILGGKSATGLVKDFVKIKLSTLDVKEGTCQSEVLISELDGFAPRFGHSLVLEKS
ENGKRLYSIGGCNDRIDRLDCIYIDLINIKNGWDVTHTHSLSQTFTSQDVGPVFHTTVPFQATNEDDSIAMNYFVFGGTY
HKIEVEKKKQVNEPTFNIEVFDNVMNDDIFRLVLSFMTITDLCKLELVSKKLRICKLTSEDQYWKDYYYQRLNLYLEESK
TYSYNYNKTTGTYETK                                                                
>Lmaj_XP_001683617                                                              
MPGPSSLKLSAALEQRILAASSVLRLTPDAFLIRLLSQHYNTLGGLPRDLLRYILTFLDYSTISATLARVCRFWQDCVLE
DPLHFFSRLRQMHGIHLLDPVHGLFYFPRALKRVAMDSRVGASSPPSVAVPAASSSSTGSGSLTTATASGAGGAHQGLIP
AVGSRTSAPSRAKQQQDASSAQVVPASSFLTVDIRTQNTKSLPWGNVRKAVQWAVAGERMVYGEVRSPGLQQSEDPVWSQ
AATVTYDRRIYMFGGETYEGVVLDRAYEYDPMTRHWGVLPALSEKRAAASAVAYGGHIFVFGGYNTEGGVLDTYEVLEVE
TRTWISQTRPPQCFFKRQQQQKQRRQQTHTRADAAAAPETVHRDDCVAHENNTGHARRTAWFSGATWPFSAAPPPEWTGS
GGRSAVSSQYRMPEKVCGTAVTVHGDVFLFAGGHQSCIAPEQTAVSYSAVNSAATTPMHAVPLGIGGGASSDIASSTAST
STVNTPQRLPRAASTSAGGQPMAESFVWIFCPRTGRWWTQGPRLPSPRAFGAMTVLELPVLGPCLCYFGGCAKADTPETA
MFYIPLCAAAETRALADAEPKDCADDATSRSRDVPSSPSAAVAKAARKRQDGTGAEGSDAAKPPGATATTTVTGRRLRRT
AATLAGEEDAAGAESRREAAGARGAVCKGCRGARAVPVAAVDSDVVAHTGPSDAERGATGAPFRDATGESEGSVGCDRRT
AHEPLQVTPTTHIPPRHLHHSGVKCVRNFSRRVANADVGSAFGSGGDHDGAVLPGAEEDTRMIWQCFRNPKELPWQRYVR
IPIGGAFTSVVVLGAQHSRSLVLTGFYPAPNIGYCKVNHLLPHDAFLPLMGALSSPPSARADTERLPPISHDVTVAHARG
NTSLPPTSSPPSTTAGSPPGAVRAAAAASSVPTLPLNPSLHDEAAVAFNHWHQEREWNHHQRQEIREMVRSAAHAATMRH
PRNPQTAGEEHKWSLAPVPEVRVASLNGTSLLRVSWKVQTLNAKVIVGIE                              
>Lmaj_XP_001683122                                                              
MFALHTHVVFSSSFPSFLVSDGEAVSDDDHPGACVMKRGVSWVERLPRELLLNVFIDVIRNDGDSFGWIGVLSSVCRSWY
QLCQHPVLWEYVAKRICVVYPLVVRLHGAAPYDAVSQEIVNRMRLLESEEQCIVQYDPLEPLPAPSRAALHKTMEKVRRY
RESQQYYKYVQRRRRVVLHFFLSVTLFSVALAITTAMCVSEGLDTGGLCNTTIVFGLLWMAYLCIVAIIVSNVVMQAHFE
PLPLLLRLRRNKLLIFASAVTILLGICDIIIPTLLIQINLGRKERFSWLWCGITVILSFCLWQLYALMHIIPAARQQLRY
QMTHVNVREGFRFVVLNIPNGFPFLFAAASFCALQYVQYGYRIYLLLGGVPVIVSLGVLALVFLLDFYSLHRFKDLAMGI
CFFLAMLFPISLLVWEFRGLCLLPLAAAAFGIFFAHARYVVSSAIHELMRTIRAERNGCILRTPDANKN           
>Acas_g12663                                                                    
MEVKPPRSASPRQRAKAVANQKALAKKELDEELQLLRDPMALASAGLLLTCIQDNSRSTSPTVGGGCIIFSLDELPLNTS
WQTLAGHYLCRVADTKINYFVGPAHQSLLGAEVYGIDVRPLAKTIEYLPQDLLVRILVFLPTADYVACRLVSPFWRKVIT
EHVMSSQVATKLNESITRFMQNHFARLPTELVLHIFTFLRAKDICRVSQACFTFWSLVDHNEDRLWEALFQRRWVHSRDK
LMDAYGCSSRKLFYILNDRLLRAKCLLGHHKELLAEYAEHVPRGQATPVVKGQVTTADSSPDNESTATPAEQPEARPEQT
EGGGKPDEALMVAAERWGVSRVESKHPESAEFLRYTLREIDQRHFSTTGLAARSPRVNANVLVIGPKAIGKSSFVMKALA
DRFESNGDQLDLDQYTILHHLTHAFRYADSVGVLIGAGLVPARASSFPINAIDLNIRVFTLCRIPDYNDLFNVAAVVVAY
DISSNHGLSEALRWAKEARREGRHNLVLAAVGLRKDLVTRKRDDTAAAKQVAIGVRVTLYAEYSALQASSRTLTKFFGRI
ARRVAEYPELWVAPINVPTHPPHQ                                                        
>Acoe_053_00099                                                                 
MYHYQNLPPDHARKRGKINVELPQEILIDIFLRLSIKSLLGCKSVCKYWLQIVTSNHFVQLHLQLANENNPRIIFTANSE
PGIIDLYSLEYEKTGNVTINYNLLLSCKLNIVGSCNGLVCLSDYLTFMMICNPSTKECIPELFVMLEPLPADYKRKVVLG
FGYDPLTNIYKVVRVDISYCTRADASIDAGECIFHVYTLGTREWRRIDETPGRLSSEANVAFVNGALHWFMLSDKSRWGD
NSPEFSSIISLDVGKEKFQNIPAKLFHNKECHRLGVLQGCLCTFVSRIKKNVQDCIDIWMMKEYGVEESWTKQFSVTNGI
KLPRYIEPFLVQRNGGVLLKSTIRNDSKPKKFLYACEPTGNKLNIYNTIEWINANTYVESLVKLPEFARSMKTSKRMVVE
LPQKVLINIFLRLSNNLLLCCKCVCKQWLQIVTSPHFVQLHLHRANESNPRIIFTVQSEPGIINLYSSEYEKTGNVAINY
NLSLPSPIYIVGSCNGIVCLSDYRSFMVLCNPFTEECIPEVFGVLEPLLADYTRRFTMGFGYDPLTNTYKVVRIDISYSS
HVDTTPADSGEYKCHVYTLGTGIWRRLDGTPSGFFCAQNVVYVNGALHWAIVNNTSRWSDNTMLPSSIMCFDIGKEKFQI
LPGTFFPKNVQIRLGVLQGCFCLYGIRSSEERGVEHIDVWMMKEYGVEESWTKQFSIDYAMKPHRDFIDPLVVLRNGEIL
LKPEVRGNNLNLIEGLYSYDPTCNKLNDHYNTMKWMSVDTYVESLVSLASFSDKGIKEDDETTVIVG             
>Bdis_1g49290                                                                   
MVPPQPTTNNKRSKNQQQQPSLPEETLVEIFSRLPAKSVGRCRCLSRSWAAALSSASFVDLHYYHQQQANQNCQNQQQQP
KLLFATAQRCLHAWQWRVPVDDGGAAPALVHQLALPQMDPGCALRVLTPKPCHGLVLLHRWPYYGHYVCNPSTGALLPLP
DTKAPSRMCGRYSIPCTYQNSVSYGLGCAGSSSASTKEHKVVRLLSLQEGSATTSCACEVFSLDGGAVPHWRPAAQRAPS
CTLRPRSAAVFFDGRLHFLQHEGGGCIVTLGVCHETFGSLKPPAGLDTRRVSFELAVLDGRLCLYYGHDVGDPDFRHGID
DEGDYISCNDDYCIWQLRSYHGAGEWEQLCCIQRQSLPEALLHVDRISPLEIYRGRNGHRMIMFAASANLTVFTVDMDDL
IDHDCGRAPPEMILLAPPTGNAVVDSFVETDPCSHAVGLLEESLVPLGRPSEEIIFSWPSTKAWSEVLKWLPTRCLVPLR
RVCKDWRVLINSNRFMQLHVTTQIKMSPRRILLIETEFGSFWPLEEAARGRELHVQQMDQFLFFGGSTRRSRVVCSKPSH



GLVVGSCTDCMGISSDFICNPTMGYFKKLFPDPQGGDASGFLAGRIGLGYDSREKKHVRVRLVYSKRNMHTRDYQLGCHV
QLTDTESSWRPIRPPPRPVAEMQSAYAHGKLYWIVDALAGTTSGCEILALDVGTEEFQVLQGPQYCNYDRITSIVELQGN
ICLVCSERSTNDMDIWKLEEGGLWSIWCRVELEEFSQEY*                                        
>Bdis_5g19770                                                                   
MALEYTSRASKRRITALCSEANLPEEIMSEILLLLPARSVLRCRAVCRSWAALLCSRGFLDAYAVKADTRSRRMDKFVLF
APSAALPNRSTAVYSFARGAVGAPLFTVDRVRADFLCLSSRPCHGVMLFSDTRSGTYWVCNPSTGERSPLPKQHRGLTES
SAGLVYEDRTKECKVVHLFKDARMIGCEIYTLCDPSRQWRPANQDVGLLGTENMVVKLMNALQTEDLVTKAPPVFANGCL
HWLLYPNSMDMQAEPAGRDALLCFSVATETFTLLNAPASVLVAEYRELDDSFPAVPVHLAELEGYLCLVHDLRRRGQGRN
CWLDVWMLRDHGASEWSLDYRIALHTHDVHIPRFITVLGCCSGVGQEGNFRETRKKLLIASSQHQVHTYDPDTGDVQLVV
SVPDTDIRIGQKEAPAALWFGLYEDSLVRIGSESHQEKQELSALTEILVRLPVKSIAQSMLVCRRWCSLIESESFVAAHM
SVKRPKRILMANNGRARRALFDFAPVKNWLQAAGPAIAKDKIICSKPCNGLSLISTGNDDFLCNVCTGAIQCLGRRGKSH
FSPTGNHRRHAFSVGRNIGFGFDRSTGEHVAAEIGHISGTLACMIKTSSEKQWSCVGKPPRPVSDMPPAHVDGTIYWMSK
PMHEEARAVVAFEISTRAFRVLPCEPCLNNDHDDAFVVELTAGTLSVVVVNAEAEEMDIWVMHKHSSSWVYAYKIQLGQH
ADYSLRRGQVVVPMDEEDGNDGRILLNTGRALGYYDTKTGALDHLYSLDKLKLPRSNLAFPILCQESLIRIQDDELPSRV
AHPVRDQGCKRCDHPEHADASPAGRGRALLLPCEGGACRDIGVVYRSCCRRLFCGACQRRCLEHSQTHALRGDPVLPAYG
FDATMVSPDSVLPFCHPSVPGPEYCYYNSIEDGDVVRHVFISLKDYMRGEQSCRWTECGYRMEGQVVKEIWVRRYLKL* 
>Osat_LOC_Os10g34340                                                            
MESLPEDVLLEIFSRLPARSAARLRAMSRSWRAELSSPSFVDLHLRRANTTAPPKLFCCPCDDKLMLADQWCLYDLQLGG
GPGRELVRGGEFGDVLPAPLTKPLRGLVLVMCYGRNGVYVCNPSTGGEALALPDTELPSKATFRPSLGPGPPYYRNVAYG
LGYCSAAKEFKVVRMFSEGHYEETATRCEVFVLDSPADGGGMVSFNVADESFGSLPAPPPLAAAVYGVADWRIRERMTEL
DGCLCVCQYACGSDGHGPCRLWLLRRHGGGDETAARWEKLCCIDPIPWPSRSIVPLCMYGEKILMRTGRSVVFAVDAAAC
GGGAPEILFRPDEHEATAGEFEDTQLPALGLYEESLVPVGRTVEEIVFSSPATRAWSDVLKWLPARTVSELSVVCKAWRA
MVTTDRFIRSHAVHANMAARRPRIRFVMDPVGGVPADIDRHTDEIHEPDISPKPFVCSQPCHGLNVGSFSDVLDFVCNPI
MDYHEELPLIESDDDYDDDGDDDIFYGRIALGYDEEIYWLVDPALGPASATTTTPPTSACELVALDCRNAVARHHYDVVR
GPPMPPCGRVSVLRLHGALCVACSDRDANAIDVWAMQQGAGTAVWSMVYRIELAGYSPEYTSEKTTVMGVDPTSGRILLN
TEQSLGYYDPKTGELETIYRVRRMYQEANDGSGAWYDGRFCAVVCEESLFWYPVWRDYAQ*                   
                                                                                
                                                                                
*******FANCL_C***********                                                       
>Hsap_ENSP00000373846                                                           
MDRVGGGKGPGGSYYRVSSSAARSRKLCPGRVNRGLSAQSTAATATMGGKNKQRTKGNLRPSNSGRAAELLAKEQGTVPG
FIGFGTSQSDLGYVPAIQGAEEIDSLVDSDFRMVLRKLSKKDVTTKLKAMQEFGTMCTERDTETVKGVLPYWPRIFCKIS
LDHDRRVREATQQAFEKLILKVKKQLAPYLKSLMGYWLMAQCDTYTPAAFAAKDAFEAAFPPSKQPEAIAFCKDEITSVL
QDHLIKETPDTLSDPQTVPEEEREAKFYRVVTCSLLALKRLLCLLPDNELDSLEEKFKSLLSQNKFWKYGKHSVPQIRSA
YFELVSALCQRIPQLMKEEASKVSPSVLLSIDDSDPIVCPALWEAVLYTLTTIEDCWLHVNAKKSVFPKLSTVIREGGRG
LATVIYPYLLPFISKLPQSITNPKLDFFKNFLTSLVAGLSTERTKTSSLESSAVISAFFECLRFIMQQNLGEEEIEQMLV
NDQLIPFIDAVLKDPGLQHGQLFNHLAETLSSWEAKADTEKDEKTAHNLENVLIHFWERLSEICVAKISEPEADVESVLG
VSNLLQVLQKPKSSLKSSKKKNGKVRFADEILESNKENEKCVSSEGEKIEGWELTTEPSLTHNSSGLLSPLRKKPLEDLV
CKLADISINYVNERKSEQHLRFLSTLLDSFSSSRVFKMLLGDEKQSIVQAKPLEIAKLVQKNPAVQFLYQKLIGWLNEDQ
RKDFGFLVDILYSALRCCDNDMERKKVLDDLTKVDLKWNSLLKIIEKACPSSDKHALVTPWLKGDILGEKLVNLADCLCN
EDLESRVSSESHFSERWTLLSLVLSQHVKNDYLIGDVYVERIIVRLHETLFKTKKLSEAESSDSSVSFICDVAYNYFSSA
KGCLLMPSSEDLLLTLFQLCAQSKEKTHLPDFLICKLKNTWLSGVNLLVHQTDSSYKESTFLHLSALWLKNQVQASSLDI
NSLQVLLSAVDDLLNTLLESEDSYLMGVYIGSVMPNDSEWEKMRQSLPMQWLHRPLLEGRLSLNYECFKTDFKEQDIKTL
PSHLCTSALLSKMVLIALRKETVLENNELEKIIAELLYSLQWCEELDNPPIFLIGFCEILQKMNITYDNLRVLGNTSGLL
QLLFNRSREHGTLWSLIIAKLILSRSISSDEVKPHYKRKESFFPLTEGNLHTIQSLCPFLSKEEKKEFSAQCIPALLGWT
KKDLCSTNGGFGHLAIFNSCLQTKSIDDGELLHGILKIIISWKKEHEDIFLFSCNLSEASPEVLGVNIEIIRFLSLFLKY
CSSPLAESEWDFIMCSMLAWLETTSENQALYSIPLVQLFACVSCDLACDLSAFFDSTTLDTIGNLPVNLISEWKEFFSQG
IHSLLLPILVTVTGENKDVSETSFQNAMLKPMCETLTYISKEQLLSHKLPARLVADQKTNLPEYLQTLLNTLAPLLLFRA
RPVQIAVYHMLYKLMPELPQYDQDNLKSYGDEEEEPALSPPAALMSLLSIQEDLLENVLGCIPVGQIVTIKPLSEDFCYV
LGYLLTWKLILTFFKAASSQLRALYSMYLRKTKSLNKLLYHLFRLMPENPTYAETAVEVPNKDPKTFFTEELQLSIRETT
MLPYHIPHLACSVYHMTLKDLPAMVRLWWNSSEKRVFNIVDRFTSKYVSSVLSFQEISSVQTSTQLFNGMTVKARATTRE
VMATYTIEDIVIELIIQLPSNYPLGSIIVESGKRVGVAVQQWRNWMLQLSTYLTHQNGSIMEGLALWKNNVDKRFEGVED
CMICFSVIHGFNYSLPKKACRTCKKKFHSACLYKWFTSSNKSTCPLCRETFF                            
>Hsap_ENSP00000385021                                                           
MAVTEASLLRQCPLLLPQNRSKTVYEGFISAQGRDFHLRIVLPEDLQLKNARLLCSWQLRTILSGYHRIVQQRMQHSPDL
MSFMMELKMLLEVALKNRQELYALPPPPQFYSSLIEEIGTLGWDKLVYADTCFSTIKLKAEDASGREHLITLKLKAKYPA
ESPDYFVDFPVPFCASWTPQVNSPQSSLISIYSQFLAAIESLKAFWDVMDEIDEKTWVLEPEKPPRSATARRIALGNNVS
INIEVDPRHPTMLPECFFLGADHVVKPLGIKLSRNIHLWDPENSVLQNLKDVLEIDFPARAILEKSDFTMDCGICYAYQL
DGTIPDQVCDNSQCGQPFHQICLYEWLRGLLTSRQSFNIIFGECPYCSKPITLKMSGRKH                    
>Dmel_FBpp0081681                                                               
MESNEDVERLLCQKYPGLAAELQPSGACIIRGVLGSEDTWRRLKLYLPHHPALHGFQLYVQESLEYKLYTSANLKLQDDW
LLEDFLDHLPKILPAQKAPTVPKELCREGNIYYDILALYKSNEYCLQVDEACSMIRFSEFTDFEQHYLELKIPSLLLLDH



SLPDCVSLGEMLTKSAGNLEEALNLFRKLLEDLRPFYDNFMDIDELCHVLQPSPISSKHKTRLFPLKDRVYLKLTIADPF
ACIASMSLKIIGPTEEVARLRHVLSDGLSNWDSEMNIHKNLLRMFDLCYFPMPDWSDGPKLDEEDNEELRCNICFAYRLD
GGEVPLVSCDNAKCVLKCHAVCLEEWFKTLMDGKTFLEVSFGQCPFCKAKLSTSFAALLND                   
>Dmel_FBpp0290511                                                               
MNSYDPQDTASQQEESVALKGHFYGVYLLCSQSLDPRYRGKCYVGFTVNPKRRIRQHNLGCDFGGARKTSRKGPWLMVMI
VHGFPNNTVALQFEWAWQQPSLSTRLKMYPELKRKLPRETFFDYNFRILSNMLGVGPWNRLPLTVRWLETDYERPFSKAL
PKHMEIVSGKVSISASQRRRPDDAVPPPPVAWASECHLCMQEMEQPEKSRLGCTNQMCRLTCHMVCLANYLLGDEPGHYI
PVGGECPLCETRLSWAALLQRKRLLLGVPEELQDHDEDLSDDIDVDSDIEDTPELSD                       
>Ctel_182288                                                                    
MEMLKSHSLLVVKNSDCTEYEGLLSVLGQHFHVRIVLNAPGELKGALIESEWRMRHLLDGYRAIIHQRFEQCESVGSFLL
ELQHILESQLDTKVKKSCQPGSALPKYYEGLLSDLNDLGWERVTAIDPSFSRLTLEAEDEAQRKHCIKLEIPQNYPDVVP
TFTHEMPCDFSLHWTPSSCLADIFHQFRNQLALFQEFWDAMDEIDSKVWVLEPEQPTRSCCARRIALGQSASLQMEVLPL
HPKHLPSCLFLGADHVTDPLRENFNQNIQRWDHTQSLLSNLETILQMTFPSPCTTSKEDVTVSCGICYAYRLEDQLPDQQ
CEDKRCAQPFHASCLYEWLRSMPDHRQSFNIIFGQCPYCSQPITVKMPPR*                             
>Lgig_53406                                                                     
KLFITAEDDTEEFVKIVNNIEIMKFLSFVVCNCVDLLSDKDWDCILCALVAWVGKVTSYDSYDNLEVHAVLFAVTVCNLL
TRVSHCMLGASKSRPMYFPPNLLTEWDDFFSEGLYGELLPRYVTLASDQSESDDVFKKTVVDSMGAALSRCSRDQILKHK
LPTYLSAEDDATLSQNTQTLLNHVCPLLISSRSNVQTTAFNMIEKLMNEESLFSEKPEEDPTSFAEEACVKSPPKAIIDV
IKKCSDALEILLVDHSVGDYVTVDDNTEEHQYTFGYLLSWKLVLYLFKTANPQFRAMYASYLKESNLFSKFLSHLFILLP
PERTASAGDFKIFAEHFMENGTQDIQQIAFELYYQCLETTPALVRQWWTDLDRKTSSHVEKFTSKFMSPMLCSDEISSVQ
PSSEDLEGITIKPRPSTREVVATYVMAEVKIVVTITLPENFPLGVIAVNSDKRVGATQAQWDRWLLQLNIFLQHQNGTII
EGLKLWKKNIDKRFDGVEDCMICFSVLHGTTFQLPKLQCRTCKKKYHSACLYKWFSTSMNSTCPLCRNLF          
>Lgig_118527                                                                    
MLNFEEFPLLIPQDDTGKVYEGYLTMKNEDYKIKIKIQDGGDLRHTVVETEWKIQVIINQYWPILKKRLAQCNNLGSFLK
DLVNIVENELKQEDLYSNCSLIHYLVQQLQTIGWNRLKSIDTSFEKVILVINDYKDRQHLLKLHFNSQNLSAEPKCQSDL
PNKFLYHWNKQNGLKSLVHQFEESLKQYEEFWDEMEEIDSNTWILDPEQPRFNCAYRRIVIGPNVSIQINVDAKQPRNFP
ECIFLGADQLINPLKEKLNENLLLWDLNKSLLSNLETVLDVTFPSPTNSKKEDFSVECGICYAYKLELSTPDIVCDDKRC
SQAFHQHCLYEWLRSLPSSRQSFNTIYGECPFCNKVRSNFMNSRQLV*                                
>Nvec_XP_001630199                                                              
MAAKLELFDVCPLLVPQDGTGRHYIGYISVDKHSYRIAIHVPEDNNLQNARIECSWKLRHLLRGCDNVIRQRLSQSVDLC
SFLIELKTLLEKLLKSKPEGENLVVAHPLYYTNLIKELEQISWDKLVYVDPSFKVLKLMARDSKLREHQITIQLSSQHPT
SAPSCVTELPGKFSFNWQPNEAPLQALFQQFKQVLNSYEDFWDMMDEVDRKTWVLEPDRPTRACTTRRIALGNNASVQVE
VNPSYPRLLPEDTSLESQHVVGECLCQKLRLSEPSVSVLTNLENVMGVKFPSPSSSKKEDFSMECGICYAYRLNDTIPDK
ACDDPRCGQPFHRDCLYEWLRSLPSSRQSFNMVFGECPYCSKPITVKMTS                              
>Hmag_XP_002170246                                                              
MENELNEEIKLTNSFYGVYILYNINPKYKGSVYIGFTVNPERRIRQHNREIKGGALKTGNNRGPWDMVLIIHGFRTRCAA
LQFEWAWQNPKISKRLSHLANKARNESVFAYKIRILSEMFNVGPWKRLPLTIQWLKQDYICDFPIRRPPPMHIPIAYGNI
ESTKIGDKVIKAQHGKDHVACRNSESKKDKIFESQHGKTQNLSNKVKCLICNLESTDESVLINCIVEGCTHTSHVKCLAD
LFLKQSKENDDYIIPILGTCPLCKETLMWGDILKQKKHSVETQSDDSEYEKTDEEMSDDQFM                  
>Tadh_XP_002115765                                                              
MRIALPESGLLSQAKIECDWKLKNILSNYKQVIQQKLEKAANLIQFMKEFKNLLEESYKVKLGTTSGIDDAFSLSFKEIL
PQLDDIGWENVDNIDDLFTSIRLVKRDLKSRHHYINTRFLQEEEICTPVFTTDLPIPLHLPKAKYQSLKFSIKESYHYFC
EAIELCQAFFDVMDEIDKNTWVLEPQKASRASKERRFCLGKNISVQIDVNPYYPSTIPQYRFFGTDHNVSLLKQKLNNNL
QLWNERKSLLTNLQKILEISIPSPTNSQKEEFITPCGICCGYRLNATLPDKVCDYSLCEKQFHSLCLLEWLKTLPSSRTS
FSVIHGQCPYCKKPLNHYKLGSNCGYEFCDVNGLLGIGMVYKIQQH                                  
>Mlei_ML004932a                                                                 
MVRISSQPQLVPLTNTSLTGFLKLSDDSEYFLSVDYSCYPPNVTFGDELRSEFIKYPTKLTKLVDQSKTLESFVENLVSF
LEDILVQPTDSKHLLALINQVANLPSESVKSIDQDFKQIVLKHTDEGDREHHLAIQLDSQPPTYVCDLPQQLQIDNENTW
SCQAVLKSFREVISQYQALWDVLDDIDSNCWVIEPEPFSRGAVHRRIVLKEDVSLIVTLDPSQPTSLPRCRFLGSAKSIQ
PFQNLLDERVDDWDPALGVVENLGSILDLELLSKPTGGENAISIDCGVCYCYDMMGQIPEISCNNETCKQLFHVECLVEW
FRGLPNVRQSFGTVFGECPYCSKAMHVQAVL                                                 
>Aque_XP_003385087                                                              
MAESLKEVQHVCPLLLPADTKRLSYSGFIRVKDKSFYLKISLPDDGDVHYAKIDCDWQLRNYLSKHQAVLKKKLLLARDL
PSFLIDFKMLLNQIMSLQAQPLPPPNYYSRLISEIEEIGWNRLSHIDTKFQDIQITLNDTGGRVHVLSIHLPYKYPIEPP
VCNAVLPLAFQPNWSSSTTLADIVRQFEKVILEYQRFWDVLDELDKKTWVLDPSSPSLSSTYRRIVIRSHLSLQVTIDPL
HPQLMPECTPLGPTEGACNVNIVTVIQLVVHKGCGLNTRCSVLENLQNILSVNFPSPISTKEEDYIMECGICYTHRHYEN
GRAPDFTCDNKQCSQPYHVSCLYEWLTSLTSTRKSFGFLFGECLYCNEAISVKLMVPSVE                    
>Mbre_XP_001743224                                                              
MLFQVIVNQQRPQSVLVSGLPTVQALGQLGPGHLALVGQHSLCVMAIEPLMPIHLVQATPTAFQVAHVDERDLARNAAFC
DALLSHPIWRYRPETHSALALLLRRMLLRDVLARGLADLPRAFHQLQAHLASTDTRQMAVPVAALGSLAEDRILLQRIGR
LRTAADDGQSVLLCTQELLTILAAQAEEHGIFLDLEHDTFMPASAALDWLLHHVGQHWEEQLLAIVLKVLNAVYRACLWS
PSTLQSGACAEDVWAWLCRHDGELALEYMYKLELQSHSRVPRVRRRPLWPRSWATLCLHHSSIRVLQHALADSRPPEMVH



VHFPDLLRCQLTQGVGPTLRDMLAARGGPKRTTPDEHGLWFLLQLGAALHVLDFRHALALVDGVRRFQFSPSLWWAEDLQ
QRESQLDMVQRVRTWQLKHETGHGLRAEALPMPLAQRGVLWLALLFDAIYTAQTLQVPHLAPLHAHHNLQLEKAGVNAVL
EAARGDLAQGRELRRVQVIRALQKQASDAFGLDRAHMMALDLYLLAGAYEQAVSYLLRLGDWKTALVLARVEANRISAKD
CKPSFILEQTLAQNLPELVGYHQSTIARRVSMAAKLSGIVSPVAQYLDRLLRHGSHLLRAHLQPEQAHAQSVKKSTPIYL
PQRDQLNDSVHMEPDATMNVSNQQVPVSWHALRDNTLQRLSQLCYATHLRDEIEHAAQTGAPDLLCTYLSYACDTNTALP
WSQAEARRLAFRLDPRFVRCEVNARGHLRDFSAVCLNVLTAEADEQVLGFYRAISGLAERYRRLVPEDILTLQMHHWLNY
DPFALGETSSLGSIQVRCGVPLLWLSKRTPAGVDLDEVTELGAWTPSATMATAMQQSGLTVASPLTQANTTSLQGIHPLN
SAPAISGNPVGPIPSPQPSAFQATTHATTRGSGHPADLDASWLPDDSQANARDQPSASTPKKSSRPHHEQHADHPSRQNV
TPMTPIIDETQESAASRTGAKREGPTLRDMDVPGERSSGNNEEGTAGNLVDISSSLSLSLSEASISASGSQRIRDQSLRV
LTAHTPLHADAETSLMSQGESFVMAGPAALHAFSGHGSGPTLGAGQKLEQHDTEAESLISAPESQSSTLVGTLAASPSTS
SSTSPIIESIGAETDISQPDSAPAIRVEVRPTPSTQTQPSQLVPKGRDDRAIRSEGSGRVEDGARDESFRDVLLDRSRGD
GDVDSSLLSVTLTSISTRSEDELEPARHASQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQ
QQQQQLSDAGTSSVSRIADKAKATERVQHDLPPAVTLNVLGQADETARDVTMPDMETPPASGTHSETAEQGPVAEVPLVA
GPSGDRPAAELNSLPINDLGSNPDRGVFARPASNSEKGDMLREEMPVEQQKGDLSDRRTGPASTLSADNKSFASPQSLAV
PPRTPMSAMLRDTPARVRRRMGRHKSVGFDVPPVHTPQRSKQPVPVTPGFALPAQSGKRFFTSDAASDDETDDASDDGAE
DRQPLFAVPRSVTTQTPRLPEGLLRWNLIEQGTQTLVERHAAKTQTVDAAVPPLRSEIVSVGANPSRAHESARATHSIEG
LPDDSSTIEGPRKRYVDLDTVRVLHHSPASSKAPSPPSSSAVVDDDMAERHAPVETRAARHGPGLGPVVSHERSTLAFDP
SMLEPQPAAVVIQSSRDPEASAGRYLHRLREMKRGHQLQKMELDLSSMDERLDAVQTRAERGELGVDMNPKIVSVSLLKR
FNEAGADAVMRKYPMLLNFKDASQARYAGLLEVQRERWQIGLTWPHPPTEPGHGPKCLPSDVIDQLLEQLCAVPQEDLHA
ISDDFTLVQFESGGHPWSLRIGANFPAEAPRLTHTLPVEWSPTALTFRLATTVSGVVVDVTVDARGSQMLPDVHVLGPDT
RSDPLRDQWQRYAAGGTDRPDATLADHLQQALGSALAGPTGQQATHEVAVEKTDCGICYSMELEDELPSETCHNAQCGRS
YHASCLLAWLQALPTTRKSFDSLFGQCPFCQAPMTLALTSR                                       
>Cowc_CAOG_02730                                                                
MATDNRSQLHCAPALALAAFPTLLPEYSAPTHEAFAIALAGGSTTDLGQALSAYSGIVSIKGREFRLRLELSASTRLADA
VVEGCPALVQLLSGCEDVVAQRIKQSVDLNAFSFELRDLLERLVDAADRPAATGYVLQQGLRSSEFYTRVIEELDAVGWH
NVSLEDDTLSNIRFTARDDRQREHSLIVQPHPQHPAVPPTCVAALPEPFRILRWNSASSLSNVFQQFQQALQRFQQLWDD
LDEIDANTWVLEPERPTRDCCHRRMALEHNSSVQILVNPKAVRAVPECRFLGADSIVNPLRDAMNDNISQWDETKPLLAN
LGIVLNVQFPSPATVSREEVTVACGICYSYDLGDSVPDKVCDGPKCRQPFHQACLIEWLRGLPSFQQSFNTIFGECPNCS
KPMAIKLMPAR*                                                                    
>Mvib_comp10344_c0_seq1_fr6                                                     
VKQRLVQSSDLVGFLIELKALGERLLSQRVSRSHLPTQVFYVTVLAELGRIGWDKVSSVDLEKQIVHLVARDEKQRQHKL
QVKFPSNYPDSPLQWCRATMPQPFEMTFPDNTTSSTTNTSINATTNNNNSSGSGASRAEHSDLIHYAFRTFCATLKSYAD
LWDQLDEFDARAWVLEPEKPTAADCFRRIALGGHSSLQIDLNVSFPRSVPECRFLGAESVIGPLRERLNRALISDWDERS
SVFSNISRLLAPLELPSAKASNEGSTSGGDEEEYRVECGICYAYRLVTESDSAEAHTTKSSTSTNVAEGEVPECACEAEK
CARLFHRSCLFEWLRGLPSSRTSFNTVFGECPYCSTPISVKNISRKV*HTQNLIMIDCTK                    
>Sarc_SARC_06880                                                                
MGGHWVNDRYATDFCHHVQAPAHMRILFGPIRWLKSTAASDDDLQHADIDYEYTCLVCLDDIDLNDPTIRWLGCGREKCR
MRTHMGCLANWFLKDDPTHLLPVTGTCPLCREKLRWGDLIQKYGDAHRVETSDGISVPFPIQNIYDLQIICHHVHSYHEY
RMYSKRKGRRKKAADETVETPPKRNHPTETDTDVRHASGAVIDIDATPHISGIFDELDLSSPKPLLQRLQTQRRKDGAKA
TQRRPRSAVDLFPTSRSDTSFANLYQSINTGIEADTNTRPSTHTCTRRDTTTTTSDTSNRNSINDVLSATVNPRSTTLVN
ARGSPNAHPKTETRRSASTSTSINTNTNTNTNSQSGVTVDVELLPEIDSRTSLGSRHRDSLTSVRSGSAVARAQRENVTI
DTDHAPVPSHSPPFAFGTQRQMSHTPCDLTLTGAVRNIYDSGSPANEAERSPQALSPSTNTSGDRNRECSRYAGTDISGN
RNREGSRYTGTGTAADKSREGNKSVDIRADSESPCARAHSTRIRLPMSVVGSAVRPCVSPGGHGAKRRLKHRDAHSEAPA
HPRADKAVDSVGAAPSRKHRLVSNKKEPIVIDSSDSDTDVVRRPKSTASAGIRSVFAYVSNSPLSPTRSRRQLDGKKEVH
LYNQKGDSHAPKYMYGPQSPRHGRLNTRTHPSSRTDARASSHAQMDVLTDPSQQAKSPAKTPRLRTYVALNVDAPVSQTR
HSPVLIASRKLNTDEQDITNQQQNITNQQQNITNQQQNLNHETPSSSKSPGLNVSGGRNCRTTAAERGDQRGPTVVLEGQ
SSDSEDDSMYGKLSLRERLDIAGQS*                                                      
>Cfra_g3314                                                                     
VHEELSSREVSREKREEVLAMVERAQEHTPVNHNSTATFGANPYLNTRLSKNDVGDIQSELQEESEEDDELPSIMDRLSG
IDLDDEESVEAIWESMTAEEKEDFEKAISDGRMGNMLTLWQPWWEMETPNMYIPKCIPEFSTLDRKTPRRLENQPEHIKM
FQPSSTTTSTSNSTSTSTPTSTLTSSPRQLQFNMLDMLMALVYTIRSFNGDLSSAKALDCLLDLSGVLKNGAVHTTASHA
VQTFVLNANQRLNRLEAPLWDVEATLKDTELLLSKSHVSILCGLTELHYWFITQKNTTSITASTNTNICSPENTQTSGHL
FKNTSSSKICKEKSAKKEKTRVRKNKQGSKGNHAHVQNAYHNHARKIWFYLSWINDTLAGGSVHSRKCIADMVNVVRNER
MRLQTIRTEVLGKGKDVERIGHIDLNIKSIPGDGKDISIYDGARSRLEKKSGYFDSRTELRANTQNSHESVDIRRTDGVV
GNREHDKTQTRNIHDIDNITETTESTSDGEGLYGEVHGVVKSRTKSAFALRREQREQRLWKEERRKALPKLTEISSHLMG
RKSQQTIGDKPESNHELLTAITLIRAIGAKIAPAIYVFVQDFYGVYIITSLKVGCKYDTYVGFSVDPSRRLRQHNGDLTM
GAKKTSRKQPWELVMVVHGFPDEKSALRVVDLMLNSIPWNRLPLTVQWINIKYMEDFLQHVQPPKHMRILFGPIVWQKST
TGNHTWISGSVQDDEYEYTCMICLEDIELKSERWLGCGRAMCRMRAHMPCLADWFLKDDPTHLLPVTGSCPVCRTPLRWG
DLVQKYGHEFRVETSKRRGKKKSAGQPCTEPQTPTRSAVKSGPTDACVHTTPSTALSSVLNELELSSPVLQQPEIVPEIE
KTRRKTAGKCRHLTAVDLFPSLPNADSLEKTIGESWHSTDIQSSKNIQSQSHINAETTSTYTNAHVGPRFDLHTQTSTRP
SMPKTRKQRIYKANEHTSPTTNTTKTCTRAKDKGRVVIILDCSSDDEVDRGEKCWKDYTRPHMNTLLNTQSPPPDKRTSG
QSSARASNGSVYIDSPVRTGIQTHTIPVASSLLPRTNTNAIIILDQSGCEEDNELPPYYTMSLKERLDAARHH       



>Contig65133_Abeoforma_whisleri_fr5                                             
FIAC*LLLRYLNFGVATVHGMIKQKATLVPINSDQTIFVGHVSVQGKEHRVCIDIGSEKRFLCSWELNQILKNVRPLLTK
RLEQCSTVESFFIEFLTLLERVNLPKIQSLHKVTDTYYYQVLEDINGVGWDYVSFVNNDLSNIKFSFSDKSGNDHVLNIT
FSSRYPHEVPEVTTYLPFPLSFSSVNESGNLLTVVSKFKQALVEYQEFWDLLKELDDNTWVLDPQYPQPSDCSRRLALGD
HCSIQLDIDPFSPRTIPEIRFLGPDDLVSNFRKKLLNSLNSWDYTSTLLRNVETIMEMKLPSKPNESEMDISMNCGICYT
YQIEKATPEEICENARCRQAFHRCCLDEWLKSVPSTKRRFNIMFGECPYCSEEISMKIL*K*SRDSCSVAN*IINDSFGR
NTEQTRQRIILSLMIGYFTLPETIRKEL*LASYSKKYNTKDMKSDKFLAKKSHYSIIFFDKYNYEQ*ISISVIDKVSRIH
ATRSGVASETLRLE*ATKI*WPVMLARSQV*AIRTTYTGSMQSSGNYTLIIGIVGVAPYSDFANKHLSLSLSL       
>Contig65134_Abeoforma_whisleri_fr5                                             
FIAC*LLLRYLNFGVATVHGMIKQKATLVPINSDQTIFVGHVSVQGKEHRVCIDIGSEKRFLCSWELNQILKNVRPLLTK
RLEQCSTVESFFIEFLTLLERVNLPKIQSLHKVTDTYYYQVLEDINGVGWDYVSFVNNDLSNIKFSFSDKSGNDHVLNIT
FSSRYPHEVPEVTTYLPFPLSFSSVNESGNLLTVVSKFKQALVEYQEFWDLLKELDDNTWVLDPQYPQPSDCSRRLALGD
HCSIQLDIDPFSPRTIPEIRFLGPDDLVSNFRKKLLNSLNSWDYTSTLLRNVETIMEMKLPSKPNESEMDISMNCGICYT
YQIEKATPEEICENARCRQAFHRCCLDEWLKSVPSTKRRFNIMFGECPYCSEVILISLSPP                   
>Contig81492_Pirum_gemmata_fr3                                                  
NK*VNK*NA*IT*KKTQNKFHFI*MKSHIYEDFPCLVPIDEKQNEYYGHITIKRKEYKIYIRKTKNDSEFRCSWELSEVL
KDSQHLLEKRLEHANSVHEFLVELSTLVERVIPVQENTLYHTDFSFYNQVLVDLLEIGWKHVLYINDSLSKVTFNFSDDK
SREHNLTVNFLPRYPKVLPEINCCLPVPFVFSNNNEINLPSIVYKFKQTIESCQEFWDLISEVDLKTWVIEPKDPLYSDY
SRRIALGDHCSLQIDVDPKFPRNTPEFRFLGPETSVINHRLKMIKNLSNWSFSDSLVTNIENILEIKLPPIPAEEEMDLS
INCGACYSYRLESEIPELVCENVTCKQAFHKTCLYEWLKSVPSTQKRFNMLFGECPYCSKVIFEFFSI*PNSNSNLNPNP
DPKPDLNP*PKP*PK                                                                 
>Contig68173_Pirum_gemmata_fr5                                                  
K*KQD*K*PKK*K*KMGKTETASGVGVTFHGTYILKSINPDFPKATYIGYTVNPSRRIKQHNGIIKNGAKKTKSKRPWEM
ILVVYGFPDEKSGLRFEWAWQNPTKSRSLKAREEVKTMKKTKLNFLENKLTVLSTMLNGPPWNRLPLTINWIDKENAILW
SQLLKIPDHMNVFFGEIDVKNVLKNNENLVSNSDQLMATCVICLEHFTTIKQWIRCPNKKCVMKSHILCLSRWILKHDEL
NCIPVTGSCPLCREKIIWGDMIKEYNYRLDNITNINNTASDMIKEYN                                 
>Apar_comp19528_c0_seq1_fr4                                                     
AAGLGIRTNTPHNAAGAQKIPIAPRGSISGSLGGPNRATKPTPTPLDFRIPANTIKKEPQQQANTLPPARISRSDSLTKD
LRKRKPSRPQVLSSEEEEESEEEKEEEEAAEEEEEEEREVVEEQEEELEEEGEQEEEGEDYQEEEDGDDGPKPYDACDIC
KEEHSEEGNAIVICDNEKCQKGFHQKCYVPEITQEVIDSQPKWYCRQCEAEKSARRQARAIKRKQGTETTDSDDEPLLPV
AKRMKRDSESSGTDGRNGEDPRQKKQSTVGS*TSSTASSCTERRIPSRIQSKKTGRGRGEKVPYGTGTEFPSRGGGYECG
YRQ*K*YGVIGVDAIDGR*YCEISVFAYHETVL*LLRHITRNRNVDTV*YGWMGSRVDRKRYDICVFPYHGRVLGLL*DW
GIGDRRGIAP*NCVVKFHGSYTTKTYCRYCMMWVNGVDGSQ*NEIR*FQITT*PYCR*CLMGV*G*NGDSATKFHL*NTT
HMFVRCYVVGVWG*TWNYHRAA*FHSSHTTQTYCIGIA*SGFRDSLGILQ*NYGA*LKFASIRENFVGLMG*TQATKRNL
GVVRVQPFHDLHSHV*IFCWSTRCV**MPPLLIPQ                                             
>Apar_comp101620_c0_seq1_fr6                                                    
KASP*AMCDLK*SSQVKMAATEIERLTELFPLLVPEDANQRSYAGFICVQDHTYGLRVVLPPSTQSGSMADARVEGSWEL
CRVFSGLETALEQRLRQSASLLDFLLELKDMLEKLHRGSNAEPSTLPASFYTSLVSELEEVGWHLVSSLDEGLMTMELGI
ADEGKRPHTLSLRLSPNHPLTPPTCKASLPHPFVPKWTQRSRLSHLVQQFHEVVSSHQVLWNNLDEIDRCTWVLEPDHPT
RAHTLRRFAVGKNCSLQVDLDPLHPLSMPECRFLGADSMVQPLKEKLTDNAHLWNPSQSVLQNLQNVLATTFPTPQTTSR
EEYGNECGICYSYKLGDSVPEKVCDDERCRQPFHVQCLVEWMRALPSTRQSFNVIFGECPYCCKPMTVKQT*IKWTVN**
DHPQGHP                                                                         
>Contig9010_Corallo_2_fr2                                                       
EIDPRMPHEVPKLQLIGNEAKVTRVRAKMNEGLTEWHTPVALPERSDKGSKRAPDLVPRLERLLGETFESRPLVPVSKKR
KHDGESDLTVLECHDQDDNDDTAHGAECEICYAEHLDGQLPDEYCGNERCARRFHRACITEWLQGLPSTRIDLDNIIGTC
PFCEYPLFIRQQR*QQIGIMIYNRNEFFMV                                                  
>Tmel_XP_002840567                                                              
MISVLTTVWHRSLLLLPTPSGSRIRCAARLGPLTRAERVRMEPLEMPVFYCVYLLRSTVRPKSFYIGSTPDPRRRLAQHN
GQTKGGAERTSRENLRPWEMTCIVSGFTSSVAALQFEWAWQNPHKTSKIEKSQRISKSIRIKTNFGRTRIISPRMGAKAL
LANLHLLLRVPAFARWPLSVRFFAEDLYVAWEAHCGTRCGPLKAVEVKLDLRKSESSRSPSPPPNRRTGCKVKQFSPTGE
GGLQGLDITNRHLDRHMQKARDLLRDEDIKCGVCAGGVSHDGGATAVVCPHAFCNHVAHLKCLSQVFLQADVRYAVLPTE
GLCPECNRSTKWVDLVRELSSRTRRRSEATRKKSAGAVGTVGREDEEDEEEEEEMDLMLSDDELGLYDIVARVSDSAGSI
STSDSDSDSEASDRSRGSAWKSKKKRPGNKN                                                 
>Mver_MVEG_00051                                                                
MPLQLHAFPLLTRWSIEPEIYHGFLSVMDREIEVYIEFPNKKQRDPIAHKQLVAGSLGAISGSDELKEMLAGKEKVLQQK
MEEAMDMNGFLIEFIDMLEAIISTNEHNSQLKPVSYWTHITEQLDSVGWDRVAHLDQEMAKVQIELSDQAGRKHILTACF
SPAFPNVPFTVEPLAVPQCDNSNNLDQETIPTNQLSLANGSSLRDAVRQAEKKLALFQDFWDVMQDFDDKTWVIDPEKPT
RSDRVRRCALGKHCSIQITVDPLSPRTLPESRLFGPPALVDPMRVNLHRNAPLWDKTRFPRENLENLLELADGFPSPTAV
AKDTMHIECGICYAFRYEGQVPDQICGHAKCQRPYHRLCLYEWLRSLPTTRQSFHTLFGQCPYCSETITTTVPKT*    
>Pbla_Phybl2_141427                                                             
MAFPLIAPVDSEGKVYRGFLSIHNVDYSIEIHLPDRLHKQNLAIFGEPTLQSLVKDKEDLIQKKIGQCEDINLLLTDLKE
ILETQAAVNTTTNFSAERYVVLLNELDILGFDVVKDMSDIMDQITFEDQSNRTHQIRAHIPTDYPLTAPTLTIDLPCSPP



ALLSTSLSDHIHHIYSLVSNYKDFFDCMDELDVHCRILDPDNPRTGDSWRRVALSHHCSVHIDINPDAPRDIPRARFFGA
EKRSGELRIAWQQGSHAWDTSQTLFVNMKQILKDALVDLTKPQEESNHNEVECGICYAYKLDQSVQETPDWLRSSPASTR
SFNVLFGKCPYCGEWFCDYEM*                                                          
>Mcir_Mucci2_111184                                                             
MNNVPFPLIVPVDEERRIYKGFIAIKNLEYQIQLQLGPQGYLHGQENLSKLFQDYPQAKDLVEKKLHQATDVMSFLNEFK
EIIETTAIAENNRFNYSHDRYSLIYNEVKKIGFENVQEISNDMLQITLKTVDEQGRKHLVKVDLPSNYPFASLKVEWDLP
VAISNHTTLAHILAQHRAFVIKFQLFFNCMDDLDKHMRIIEPDKPKRSDTWRRIALGHHCSLEIQVNAESPLDMKPKIRF
FGSANRVRDLQSKWKESTWNKDLPIHQNLLDSFQLVSNSTDAYEDYTTTGDIECGICYSYKLNNTDTPDIICGNMSCSRG
FHYQCLYEVSYSK*                                                                  
>Amac_AMAG_01484                                                                
MIPTDRLLELVEDLQAIEDPKALYPDVVPLFVCPDLPGTDQTVPGAWARHARQARCLEQLGKHLIPFAPFWAELADLDLH
TRTNPTTSPPPTWTDDSTTLPTTPTDEFDPIHTVDLGHHVSVSFTLDPRTPQDPPRDARITGVPGTALTEMREACRTRVG
VVWDAGKSVRANLAAVVQMEVPVPVTAGGMGVVEDGPVCEVCYEGSEPPEHVLDVACACGRLFHRECLVAVFRREGKRLA
FNQMFGECLVSDAPISVKVVWELSSPES*                                                   
>Amac_AMAG_03977                                                                
MDRFPHLAQTSPRTFAGYHVVHGHEVPLYIALPDKWTPGQSLRDVVVGTSPEWQSELAPALTSFASNMAMLCHLSDFFAE
LDYFLTTHARRAQTDSTLSTGTTDPRTMIPTDRLLDLVEDLRAIKDPTALVAASPGLDALALRVPVRDSSTTWSAHVLVG
VRVSPKYPDVAPIFVCPDLPDTDQTVPSAWARHDRFARCLEQLGKHLTPFASFWAELADLDLHTRTNPSIAPPPTWTDLS
TTTLPSTPTRASDPARTVDLGQHVSVSFTLDPRAPRNPPRDARITGVPGTALTRMREAWRTRVGVVWDAGKSVRANLAEV
VQVEVPAPVTAGGKGVAEDGPVCEVCYEGSEPPEHVLDVACACGRVFHRECLVAVFRREGKRLAFNQMFGECLVCHAPIS
VKVI*                                                                           
>Bden_Batde5_87437                                                              
MTDKPFFYSCYLLRSCQPGRRIPAYIGSTLDPSRRLRQHNGLIKGGAQQTIKWRPWEMVAIVYGFPSDVTALQFEWAWQN
PHKSRHFKKDQFSETRSNMVVKGKLKVLSKMLHLEYWARWPLKIQFTVLDVQEMFKTFQAPPPHIVVTFGSVSTVNVGIV
SPDIPDLQTETDCIICYETLNLQDQSSWLRCSRPKCKMRGHLVCLSSWFIEEECQSLQDRQCMQLLPINGTCPICRLNLV
WGDLVADLKLRVSGLVQVRSSIDGECIDPNRGETNCTDLDAVDISDDDLVIDLNDFISNASLLDTPYASGSSRCIDTESA
ARSVLKPSGSHRSCAPTSDNGYMHQPAPSSRCISNRSASSIRQTLPSRPMPITITLLDDSDNESGHVQSKITRRSTASSN
LVPSIGSNPSSHNGTTRLTNTRQLADHQELTSDDDDDLLNALLVGNR                                 
>Bden_Batde5_90787                                                              
MNCSGSETVVMLSDQHQITLVEPMHSKDASEHYIMHINGNSCYGTSGSNSSLVLVSANSIHFNNQTSESAMKSIAPSTSV
MHSTLPFGFIQCVLAELSEIGFSRITDMDGLFQHISIQISDRAGRPHILMIHITPAYPLEPPTCHADLPMELDPSKVKSI
KDAVELHEQAINQYNSLWSELEDLDQQAWIIEKTTTTRRIAVGMHCTMTIELNALSPRSAPLAMSFLGPDQAVVELDRKV
ASIKTEWDCHASVVVNLERLLGMVLPRQNTPHVLNPSGGVDQTTTFECGICLSFHLENDTDQRSIPSFHCPNTNCGQAFH
RECITEWLRSVPDTRQGLYLLIGPCPFCDTPLPIESLAIQR                                       
>Ttra_AMSG_01352                                                                
MTSRRPVVVEVDAEQGGWVGLVRVGEAVHRLAVWLPDGRPEARAVAVDPQLAACLAGARGAVAARLAAAADAQTFVEEVE
HLACRAARAAVEAEGKPRIASLAESRVYAALVAELDKVGWGVLKSLDAEAGRIVLVAGDDDGREHELELVVRPEGASGWA
VAAAAAIPFEPRLEPGVLDLAAILAAFRETLAQYVPFWRVMDALDGCCHVLEPTTPHRGSFARRLALGNHMSMHIQLDPL
NPHALPRIKFMGANARIEPLRKALARNAASWPASPNLPLKDKLEAALETCLPARPAAGIAGDGISELECGICYSYSVGGE
SNESSTEGGENGPDVPCQNPQCGRPFHLGCLVDWMRSLPSVRQAFHTLFGRCPYCSAPLSVDASRAMGG*          
>Ddis_XP_629481                                                                 
MVLNYVTICIGHMNLNEEPLFPLLIPTNKQQSEYSGFIQVLGKQYPIEIKLSNGCGNSINSETTSTLYIEDLEFNCTKEL
YDILLPHVQRFIQCKNIQQFFFELKDILDRITINTGTSTLTTSNKIITLPFDTFSLISNEIDEIGWNKVINIDKSLSSFE
IMLLDIKEREFIVEFSIPIGYPTQFPFVKCDLPLNSTEFITKLRSINTSTNDNSFYNNNKNNNNNFENNNNNNNNNSISI
SNILKKIQIMIDYEYQEFFNFMEEIDSESWVLEPINPRRSSIFRRIAIGNGCSICFEVNPNQPRIAPYKVDFIGPSSKTQ
PLHQLWNKKYSAQQWFERSSPIDNFQKMLELSFPLKSMDNTLIEEIIIQCSICYTHHLPQNLQQETNNNNNNNNDNDNNN
DNNNNNNNNNKLDNENNIKSMTSLPNVTCNNLKCSKQFHYHCISEWLFSLPTTVIGSSSINGPCPYCSSKMTIEKMLNK 
>Ppal_EFA85186_1                                                                
MNEYQHPFPLLVPIDKTLREYKGFILFRGKHYPVEIGISSIKETIEDCKFNSTPEFYSLLENSLNQIKQRLLQCKDLHHF
FYELKDILDRQSTYDTGRANDDSIQSVVRHIESLQPFFDIMDEIDSKTWVLDPSTPSHSDTSRRIALGNNCSLLVEVNPL
SPNTYPECRLLGAERAIAPLRAKLNGNLSRWRIDQSLLTNFEVLLEQPFPHKQTSNAREFLSECSICYAHRLENGESTIP
DEQCNNQRCQKLFHRTCLFEWLRALPNSNISFDRIFVYIHRIRMESLSKYKLVFLGDQSVGKTSIITRFMYDSFDITYQA
TIGIDFLSKTMYLEDRTVRLQLWDTAGQERFRSLIPSYIRDSSVAIVVYDITNKNSFLNTIKWIDDVRSERGNNVVIMLV
GNKTDLADKRQVSMEEGEAKAKEYEIMFTETSAKAGFNIKALFRKVASALPGIDTNSLGQAPEMAEVILSSTDNNKTPAE
QASMCRC                                                                         
>Ehis_165_m00056                                                                
MSSLLNNKYQEMISASSVLNDETLFLLKKFQKSNETTIIKTLDELKRNILLEPFISTKKEQQAFSLHFSNIFTTLSTHKS
SNVRLNLFICLSDGILQSPQGKNMISFCISEIIPWWLLCCHDSVKEISEAAKKALNILSFEGRQKVITSNISQILRLVSS
NEYDLISRMGCLATILPNINISKLSSYGKSHLENSIKSLIESYGSITNEVYFSSIDAALITCNFIVMERFESLKNIIVKT
IDELQPFSKYSKQLFLCITSLLENGAIFNEEFYNKIIQYISTACLGSLYVFPTLKRLLPFIKEKELEKKYIEGVFKAIGD
SHIRGPQRAVVILHYFESIKYFKYTNINELIEIMKLLLNDPGSIMIDSGYSSMGIFLTKLNETKEIQGVLSSAVTYLRRS
EEKEYLIHLNCMKFIVDKCIKNEFTQGFSYDLLKTIIDKNENDHFFNDNEIDLIIFILQKYPATEEVHQMIVRQFQHIFM



LSIEENINEFDIINDTVEINDEFLSYVIKMEDLLIQSISFEPSTSIGYLLNQMFFNLFPKHYALNHLNYLRLFINKLKEQ
QFIQTIVLQINPLIQLLLHSFKSSKDIVQSIISISPRLLTPQQLTELLFTNSINHLQVLLNVDLINYLIKSTINSKELLL
HIIKSITSPDIFLPIHQPIRNVLLKLLPSLISYIGIEPIHEMLKSLLLSPNCTSFCISLTSEIPPLRNLLINDIKLLLPL
SSFISLIPSYAQNIKSPLLIPMPFINSSEYPHYNNTLSLLVKLYHLNNEEIKEDNEYIEYWLFDSYQKLTNRISVEIPHL
QQLILLQYLFKKNEIEQYLIFHIINQLSSWINLSKESIEYLAHLFDSSTSYSIRFFLSTYLSPLHIDWLEKKVNIIIKKF
FMVNTQSDPQGLKELSILYPLIFFPTHLKMVFKYIFSLEITSELELPFLHILHYVFSSSCSLCFESLENEESLSLIYQFL
LKILTSSVSSNLMKRGALQVSQILITHSLPPKLLTSESEGIQLSFKISLIDFIVNSIINKSNTQLISELLLQTDLLAEID
FMSDSMRKYIPELFKILKGKDSIIVKICTGYLIGASMNFKSDETFIDFDDNEQQKYHPLPPSLEEYLDKAIESFSQFNTL
NKTTLIIFILGMLRKIKDSSTEYRSWIVAYLQAHHFELFINNLYTLLPDQHVPLTLSSVLSLLHSFINGEDEDENQLLTK
QNENQILNILASYCMFVIVQSFPNVVRQWCLSLRKSAPKMVKKFFERNICPFILQEEVQKILSWKETDDFILRLQLDGKA
VTVVYKNDELVFESQLIFPSTYPLDMITVNVASNKVSVSEAKSHLYKRMLTMNLMTRDLGIIDACLLWKQQLDRQFDNSD
ACPICYSLFYLRTTTIPNVACKCCRKKFHKQCIFGWFRSTGRHDCPLCTRNFYGENKN                      
>Acas_g12806                                                                    
MVNCAVRDEAGREHRLEVELMPDHPRTAPVCTTDLPQALALRWDPAQPSTLADVVRQFEEALRGYQALWAVLEDIDRHTW
VLEPERPTLATSIRRIALGNHCSLQVVIDAAAPASVPQCRFLGSETRVAALRENLNANLDLWDEGQALHVNLGRVLGCEL
PGKEAAATGDRASIGCGICYALRFKGDIPTVLCSLASCNKAFHEACLVEWLRVLPSTRQSFGTLFGTCPYCSTQIVVKTR
S                                                                               
>Atha_AT5G65740                                                                 
MMNVSGECVGRERCEELAKSSSFYRKVYSEIEEIGWEPIRRLGGDLTFFSFHILDKKGRAHNLEIQLNRDYPNSPPSVSA
DVPYMFTLEWSTSSRLKDVMHQFQKHLDYLQEFWSVLDNIDKSLCVVDVKQPARASAIRRIDAGNDCIIIVHIDFKDPKS
LPESRFIGPVPSATHMNNLHMLWRRNCKRWSNERSFPENLECILGTELPKPLGLQVEDDQQQVECGICYAQFLPTDEELG
ARSGTRTDYTCENISCNKSFHSLCLTDWLRSITTTRQSFDVLFGNCPYCSDPVAVKTSNK*                   
>Acoe_133_00019                                                                 
MEHFEKNRCREQFPSSSFYRLVFSEIEEVGWEHLVKLADDLTYLSFRILDTKKQSHILEIHLPQNYPRHAPSISADVPYI
CELNWSASSRLNDIVHQFREHLGKLQEFWSILDNIDSILGVIDPRQPSRAASFRRINLGNDCSIVLSITAQSPRSLPECR
FLGPSSLVNSLKKTWKRNYKRWMEDTPYVENLANVLETSLPRPSCVQNQQHQVECGICYVQYLPIDVELGAKSGSRPDYT
CDNSSCSRAFHSVCLGDWLRSITTTRQSFDVMFGNCPYCSGPVAVKLNSND                             
>Bdis_1g10060                                                                   
MVLPTTISRDSEARSAPPQNFQEEAEPPRPRRPPAFYSSVFAQIEEVGWGRLVTATGDDGVSCLAFRVMDEQGRQHLLEV
TLPMNYPACPPSISADVPCLPKLQWSKLSRLKDVVCQFQEVMIAIYYCMLMHTSPAPYQNGKLERLIKNWRKNRKRWSFD
VLFGNCPYCSEPVAVKIAEH*                                                           
>Sbic_01g009490                                                                 
MELPAPLSRAPARPQARAGEEAEADTRQDAQVEAGPPPRRPPAFYSSVFAQVRHPLDEMPAPTDAAREVSFFPHVWVGDI
VHFLFGRLRVQIEEIGWEQVVSATGDDGVSCLTFRVVDEAGRIHLLEITLPMGYPECPPSISADIPYLPKIQWSKSSRLK
DVLCQFQAHLKILQEFWSTMDEIDKVLWIVDPTKPSYAMSHRRISLGDDCYILLHVDARKPNSLPECRFLGTDDKLDQLI
INWRKNRKKWDAKKKFHENLTAVLDFALPAPPLVSCNVKDDEQADCGICYAKHLPVDDELGAHSGCVTDYTCENPSCSRA
FHSVCLRDWLRSITSTRQSFDVLFGNCPYCSDPVAVKITDH*                                      
>Osat_LOC_Os03g51680                                                            
MALHATSSRDSVRAAAEGEPEWAGDASRRPAAFYSAVFAQIEEVGWERLVSGKGDGGVSCLVFRILDDQGRNHLLEITLP
MNYPSSPPCLVADVPYLPELQWSKGSRLKDVVCQFQEHLKILQDYWSIMDDIDKVLWVVDPTKPTFAMSHRRIALGDDCY
LLLHVNVRKPRSLPEVRFLGTDGKLDRLITNWRKYCKKWSADKKFHENLSTVLDFALPPPPSVNIEDDEQVDCGICYAKH
LPIDDELGTHSGGTTDYTCENPSCSRAFHSVCLRDWLRAITTTRQYVKMINTQEAKTIFLPPPYELVYSMILYFLTIYPF
SPDGTSQVVRRSVWELPLLQRPCCREDHRPLKQSSEADFS*MALHATSSRDSVRAAAEGEPEWAGDASRRPAAFYSAVFA
QIEEVGWERLVSGKGDGGVSCLVFRILDDQGRNHLLEITLPMNYPSSPPCLVADVPYLPELQWSKGSRLKDVVCQFQEHL
KILQDYWSIMDDIDKVLWVVDPTKPTFAMSHRRIALGDDCYLLLHVNVRKPRSLPEVRFLGTDGKLDRLITNWRKYCKKW
SADKKFHENLSTVLDFALPPPPSVNIEDDEQVDCGICYAKHLPIDDELGTHSGGTTDYTCENPSCSRAFHSVCLRDWLRA
ITTTRQSFDVLFGNCPYCSDPVAVKITDR*                                                  
>Smol_XP_002960208                                                              
MGRTKGDGARGKGRPSSSSLAAALSQGNASAGFGGYVGSARIDAGPSEETYASIDGETAANLRRLSKKDPITKIKALAVL
TAFFQERPAAEVLPVLPSWVFEYKKLVFDNSRQTREATHKAMTSLATTVGRSLAPHLRSLMGAWWMSHFDPFFEVSDAAK
QALQAAFPGQKKRLEALTFCATDILVYIDDNLKLTPQTISDKSTPAEESAEKYERVISSTLLSLSALLTILFTSVESETG
EERATTNEMLVTASAKLFRDHKMFQGLAKSGKSRTRSAVYQAIQVYIQHVPHVLPNDNMEVAAKFILGTFQEKDPGCHQA
MWDLILVFTQRFPQTWESSSIRKIVQQRFWAFLRHGCYGSQQVSYPCLLPLLSLIPPAALSPPKGYFVDFFTNLWKGCEE
ASWTFDQGMLLLNSTKECFMWLLSHEKRFLGAEDSSLQPFFTESVLFGILWKSYVRTDVQRTSSLLLSDKFVEEIGKCIV
DIVGALDNNSLSAFWDCLREECSALFLANNSQVNDRVLRFFLIFNSFSDLDKRSQIFNKVVKPFVADGFGFIKNSEKTEA
VNLFTGLVGTYGLHVFDLLASQNWKGRDNTELTSSAVEDVFSSKHLQYLFRNELLPWSVSGEFNKLKVYVLLTFLEDEMF
FREWDYVLTYFSDVQDTSRISILASLIKTLQSRCGLQNEAYKLERWKSPKIDEAVLGAMSNFQASAFELIRTTLEGVLCE
GCYFTILSKGTVVRVMEEFLRSMVLAVYKSKNEAAILLAVSVSPSSIEEADASAETLQRAKASIDTLLACWPSLRYVDGI
NELVIGALGIIFCLYWTYVQPVLKADDEDDDNEESLTTTTSYTDDAPEQHNLTQSLLQARKDILSSCAEFSGRRSLYEKL
MSGVRKTLLEDQPEEFYNTAAYWVLDTLHLTCRNSEDRQGALDCLLASADYWPFWSTGARNHLLEAKKHHSISATVLEVT
RSLGPETVFLGEDISFRPWLIVELLCTSDLHGQPFVFNFLHACARSEGGSRHRLLLDNVLDTLFAGAAEGDPYLRALLGV
LRALIGHHGPFGRQESEMLFAKYLSGSSSSFLPHVLEAMMPSLIKRKSDGTLFPSEMESKICDWLKFALEVPNFTDNMQW



MQVAVACFPLDSTGGVTALLSAGKADISEQQRNLLLSLFRKQSGIIVDLSAEEASNLSVQVMLARLIAPAVAYCWQNFGL
EDWTFVLGQLRKWIEDAVVHSEEYTEAVAAMMSDDGECKVVKEDNDMPEKLLGTAVTILSLTQSLKSFEKAAGSRSLESL
EEAQWSKFETRAVDNVFRVFLATGLAEALASANDGLRPVISLQRSRCSYLWDRVAELLLTAPVRVRETAVRAADLWGLGT
GGISALYALLFSPHPLPSLQWVAYKFLSTEPLQHQAVTWKPVVSSSTSAEDDPSDSDLQVDTSFDFIRPELLTILDTPAS
KLCGGDTSSLGHYFLAWSLFLTHLQVLGTSSQARDRLLQYVKDSDTPSSVLDCLFRHIPTKRNVKKEDLQLSPVVEAVKR
SAGTASVSFAVEGLLWGGGNTNDFAVIAGAIYGLILRVLPACVQTWFAGLREKGAVAAIEAFTADYCSPRLLAEEFNQVQ
AAAIAEENFIFKANRSLREVTVIYKKEEAAMDMTIKLPSCYPLKAVEVDCGKRLGISETRMRKWILSMASFLRNQNGSLS
EAVLIWKKNVDREFDGVEECPICYSIIHTSNHSLPRLACKTCRHKFHGACLYKWFSSSHNQLSLLDNIEDPKNSKTQYNL
RRKKCIWAKMWEALSCCPEELLESSASNVAPTTSEIRGGGGGGGSLVEESSDGHEQEIFDFSGENIKDQTSLSHYLHILV
KDDDNTSQSPPIQPDLALEGSSFQTATTTITTTNATDNLDCISTSIQEFKDHGSSSSSSGLLEDLAGVTTISIPSAPLPP
PPSHDAPSCDHDHDQIVIMPSSYEPGGEPGGEENDPITEFMREFPPIMMEHSSVIHHNFPSPLSFHHNALPPPHPAIPFL
HRHPHPWNHQLYRSLSTGNLPASPHFPLGFLSSPISRTVSSIPAATSATAATAAAAASSPGTPDDPAMKVGRYSPEERKV
RIDRYRQKRSERNYIKKIKYACRKTLADSRPRIRGRFAKNQDAGLPQMKRKLDDDDDDECDILMGDEEDYFLEKDVGSNK
FSVEELEA                                                                        
>Php_XP_001772911                                                               
MATTPTVLPLNADFTAYRILLPVKDKEFVVGIHNVEAGKTLCNANLDCCGNLLSLLTGFEHIVHERMKQSSDVTTFVEEL
KDVLEHILIAQPQVKLPLAEFYVRIYSEIEEIGWEHVAWIAPNFMSIHLRFLLHDEECSVCEKFNFIASHDLPIAVEVQW
RAGGRLKDILSQFEQAAEKFQDFWIVMEDIDKHVWVMEPEHPSRSNCFRRIALGTNVIKIAFSNHTRGHCSLCITVEPLS
PRVLPEYRFFGSDTSVDPLRQRMSSNMDCWRMERLVRENLEDLLDVTFPSPQDSNRDDVSSECIICYSYRLLDGKEGASE
RGSVPDRVCDNGSCGRPFHTSCLAEWLRSLPTTRQQSGTNLSLVPLHQYSRYIDELEDLPV                   
>Crei_XP_001699442                                                              
EVLERLSYATSAGPGPGSRQGGAGAAAGAAGRPAAAAGAAAATCAAAASSSSSSSSSRLLALLLSDLDALGWGCLEDLDQ
DAARLSLRLVDGCGREHQLRLSLPHDYPASPPAAATDLPLPLAFTWVPPPAAAAAPAPGAYAAQRHHRGPGAGWSAGAGP
GGGGGGGGSCSSLVDVYNVFEQAVERCQPLWGCLEDIDRNAHVLDPPPTVSAARRHLGPPTRRLALGGAASLQLRLDPAD
PRGPPPLQGGGGAVAFLGPPEHVEPLREAFFDRLHLWTRDRGPVENLELLLGKPLPRPAGSGAGPGAGGAGVGGRQQGGQ
DGQQVPAGDPHAMEAAAECPICLMYLLPAGNGGPAAAEGPQDVDMGDDEPGAGAGGAGLVPDVVCPTPACGLAFHTPCLA
EWLRSVPDTRVSFNKLFGRCPFCSNPITVRA                                                 
>Vcar_XP_002951024                                                              
MRVLLLVRLPASLSTTGYESKAWIRELEAPPMPASKRRRPWSSSWGEQERWASSSISSSRVMQLLLRDLDELGWDSLEEL
DQVGPVNARCAQPSKGSERLKTQKAPYFGQFRSKAQDSKSPISVNFGQRLKTQKAPYFGQFRSKAQDSKSPISVNFGQRL
KTQKAPYFGPVKGSRLKKPPISVNFGQRLKTQKALFRSISVKGSRLKKPYFGQFRSKAQDSKSPISVNFGQRLKTQKALF
RSISVKGSRLKKPPISVFGQRLKTQKAPYFGQFRSKAQDSKSPISVNFGQRLKTQKALFRSISVKGSRLKKPPISVNFGQ
RLKTQKAPYFGQFRSKAQDSKPPISVNFGQRLKTQKALFRSISVKGSRLKKPPISVNFGQRLKTQKAPYFGQFRSKAQDS
KPPISVNFGQRLKTQKAPYFGQFRICTAAAVAVAAAMAGGQRPREHLRALPGHLPSSNTGNINTTTIISTTINSSISTSR
QGDAVSAHQPLWRCLDLLDRRTRVLDPPPSVSASRRHLGGPTRRVALGSTAVSLQLRLDPSDPLGPPPPGGVAFLGPPEA
AAQLREGFFGRLHLWDWNSDIVENLEMLLGQPLPAPQGTRGGGDPWKEVEEDECEGEDSAPQQRMAECPICMMHLLPVGD
DDDGEDEEAMTENTDGDDADAFYLHGRGAGRGGGAAAGGGRGGAAGSGGGAGAGAGALRGLVPDVVCPTPACGLTFHTPC
LAEWLRSLHDTRVSFSKLFGRCPFCSNPITHSRITSIEHPPIQKPDKSIDSASLLFVPVLIRRMASSKTDAGMSTVQSSM
CSNVACGDR                                                                       
>Cvar_EFN59410                                                                  
ASLEDVLAQFEAALQHYQQLWDGLDDLDAQAWVIEPTAAPRSVVYRRIALGHHVSLALTLDPAQPWALPLDCRFMGSDAA
VAPLRQRLHDNRGCWQAGRLLRENLEAVLGVALPQRQGADAEDASADCAICYAYRLPPAEGQLPAGGEEGESPDINCDNA
ACGKPFHRRCLVEWLNSDTSTRQSFNTLFGACPYCSAPITVKAVPA                                  
>Cvar_EFN58910                                                                  
MGKGDRNFSGSTPPAPGGFSFGAKYVSTVQAAVGSAGCSGGSGGGAGASDAAVRGAAIIPADLDGELAQQLQKLSKRDAT
TKLKALQALKALVKEKPAVDVQAALPSWAYLFSRLVLDNNRGVRAEACHVTAAMAAAVGRGIAPLLKSLLPSWWLAQHDG
YTEAAAAARAAFAAAFPTAAKQRDAVLYCRAEVRTGWVIELLAGGDPADLLVLQLLGDNLASTPQSLGDAKKESVEELQD
RQERVLAASCSALAALLDLAAPPASAAEQAAAPAAAEQELLDGIRAELDLPAFYKTALQSKAAPVRRAAYGLVAAAAERA
PARLLAGGAAHTAPAVLGALADKEAGNHEAMWGMLLAYARALPDSWRHISMQARPALLLLKSFLPRLWAFLRHSCYGSAT
GSYPALLPLVSLLPQEALGPRPTFFVSLLESIWQGLASLAAGALGGRLARQAAAAAYQDCLLYALLKADSLAAVGGDGST
AGSTSPGQQYSSEVLQAALSQALMPAVTAASAGAAAVAPEAEAVLTGAVARLGQPAASASSGQRLEALLQLVGSSLASAL
QDSLSGGGGSEPFDRCAALVAALEKAAGMSAGAVVGAAVAQPLVALLLPEVRSGTAPPAASSLLAALLKSFPQHAAAEAA
GTPPASEGAACGPGESGEGQPPPSSSAAGVSDEVASLRLHQSASFTIESVLRRLCDEQQPEAAAASCDLLLSCLPQVHHP
LRKLADVLLQLLERQQASTAALLLEHLVSGQHPELAVAACRSAELDRVSAMLAGSGGPSLAIQEAAVPRLLALLLAGDGR
SSLLSEAAQAALLEHLVQVLQTAQAELEQAGGEAADVAAAAAAAAVLQALQAALLSPALDARCSSQVLGLRLQLLATAFR
LLLHDAATEAEAAAAEGGSQYGAASFVDESDAESVELPQQPGAAAVAAQQLWQQPEAIAGVLGSAAAEQRGAFVTSVQHA
VESVLLWHGSPAAALAAAEAAGPLLAVLGSSSELQQQLLQALVGQPQQQEDAASSSSSSKAHAYSEAEALFLAAVGAAAG
FDSLLPPSNPGSAAHAAVSILAALQADPAAARQQQEQLLDYVAGAVAGTLLQRTLQVAAATASSPGHAAVLCALLRAATG
GGSTSLAAAARFFASAAGEGAQLPMSPALLRQLLPVVAPVFRCSTLLLQQSALPTLSQQLCRLSNAADPVALLEDGSEQQ
AAAVDLLLSAVACFPCTTGAEAAAQLPAPGAATAAGQETSSASSTSTTSSYAKGDKVWYRQQDGGWLEAEVTAVDTSVQP
PSYGVKFDGAAYRETEASRLRPRQPGAAPPPSAVPAAAAAERQAAGASALPPAGSCTAEEQAALVQLLQHQARGAKGAAA
AARLEAAAGAARASAEPTPPAVAAAVAALLHAAVAYASQQLSQQQWGLLLEQLRAAFGQCAAALSAAAGQVAATVCAAAA



EIAVGADMQSPAVALQFFRRLKLRGVLERSAKAQAEAARVTASLEAQLVALDELLLPLLMPTLQAYTRAAAVAGTCRSLS
ERDWQAAEAAVCSDALQLFVTAGSIAAAAGVSGAAAADELAGWMCGRRGEEGAATAAQSAAAWQLLSQHVASTLRAADRA
FLLAAVDRANGGMDSTGVDALGSLLALSLSGIPPPSMAAAAFSAILQHTELTASLTAAEGVDEDQLMEEQRQQGAAAAGG
SGDGADAAALLEQVGVRPELAAAVAGGGAGAGFFTGWALLLAHVLAAPAESHGRRLLVQAVKDAHALVPALLDALVPLLP
LDAASSSRRESSGGTPGARRAVAAPTTSGTATPSSSSGSDGGGGGFAAQLLAVGPYPVDGGAGSSDGAGRLDAEPSGAAG
EQQQRRQRFAVLLYSAVLQALPASARLWFADLRDRGTAGAVERYTSAAVSGELLSAEFAAVTQAASAFGKFDKFSVRANS
TSREVIAVMEVEDGHLLELAVKLPASMPLRLPELECRRKVGVSEGRLRKWLLSISAFLRMQNGSVAEAISLWKRNVDKEF
EGQEECLICYSIVQHTSGQLPRLSCRTCRKRFHGGCLYKWFKSSGKSTCPHCQSPW                        
>Otau_XP_003083965                                                              
MPTPRTAASRDRASRAVGASTAIGLPGFGFGGYAGSSSLRDEHGSAEEILDDDVASALRRCAQKSSTATKMKALRELGDA
LFDSNGEARKSAEALTAIARPWSRAFDRLVGDGDVGCRRDASALSGKLAVACGKSLGRLLKTTPLMGAWVKAMCDPASEV
AEVAREGFEKTFTSEERRAMALARAHDAIMSDLIDCLKRRGPQDMVFKDGTETERHARFELSSRSALGAVRFVCERLCTF
QGDDSDGAAKKFGALLDELSCFKTQIKGEFSSIRRDAYVTLAVISKKSADNALTPAWRDVLRGQMPKVASTSFDLLTSET
EPGAIRDMWELILCLITSTPDAWDAIDIEKDFMHALRKHFKRGSYGAAGVSAPSLLPLLAHMPPKSLSSRDAEGAAMGGL
VGILDAVFTGWSLLSASAVRSNEARETLPAMREGVLYGVLKLAPTTDHAEECATRVLVDRVVGIWMREFLARGDAMALDL
MCDALNILGSKPHAKSAVIEAWAKLSDITEDALNDPEQGEHASAMYARLCTSGKVTAFAEATAPFARAVLEQAKTSPSTQ
TMQRLADLVESLGVAPFNGAQNLMDLCLRAPAPPNAGAVIAAVLKHEAGLWDTVLGRTMRASSEDFSSVVVLTDTVRATK
NASSLKCDAMDDIVRRCASQSSLESCSNLLIAVAEAGSIVSASASRDVFESLSSGEREGPGRKALRSWIWPPPTDAEVTA
SWSVAIGVMFADVLLESQLNVECVIHEAANESDSEHEVEYVEKHLGETQREWRSIERDTQRIAELSYDARNSLAMAIVQA
AAAMARTQHLGESELVFRLWAQISIHALRSFKLSDDVSAKCFVDEITESVDDEVNFYWLDAVAREIGWTSLLAAMHADDR
ITFTIDALSLPSSENKVFTAAICGDKKLRNVTFSSLIDAMVAAPSEDESVEDALLNFLRTLRDVDAAWIDSQYEVVRYFV
STSKPSIDERSRRLTRLLPWLLPSDMSGGEHAGQFISELVRDTIVGVENRRRPLDGTRFELIAACFSRHDDVDGSSFVHS
LQDEACAPLMEVYRAIATREAAEAAASAAAARFGGDRSGTSAETRTSNAEAGIAALTAAIIRRTASSFESRDWGAVVGRL
DAWTARRVKSAEVYADGDAVDGDDGSRALSDAAMVICLIDSLPMELLEPKDKPSSGDLVPYASHGAAAMTVAKALAHAGW
PRERADIIERLYRCVILAGTELHDICEDEDEERRAAFWARCCSETLMWTRVAQLACANAPTNLSALHAGLAVDNHDASCE
TISALYRLLTANGVTRDDEATEALRRAAYGMLASKTLMQSAVVGIDASISDVAKVESALDAALAAVDENENASVENFGTP
AVSAGLREDLAALLSGEVDAPHTVVLLGWALLLRYILSLSIGSSCRERLVNYTRETKAVATLMRDITQSMPLPESMDIES
ESDAPLAWRGIDWSDPTSPTQIFDPRLSLEVLIYGATLHALPASVRTFVSDMKPQRDAKLLEAATAATVSPALIADEFRA
VSAMTFTSDGSGSLTVKPSVNTREVLTTYEIDESSLQLAVKLPNSYPLAPAELVCAERVGVSEARLRKWMLGISAILKHQ
NGAVAQGLLQWQRNIDAEFAGVEPCPICYAVLHPVDHQKPRMSCRQCSNTFHATCLYTWFRSSSKSSCPLCVTPWGATYR
>Cmer_CMQ058C                                                                   
MSQEALFRDLQLIQRLNHMTPLWILEDPSTFTYAGFVPIKTASRENRACFLRVQCPKGPADLCDASYALESWAENLISYY
GLDGALRKRLERAHDLAEFVAEVQDLLERCADGRAAVPRTPVPPPAPTVAGSTLLATLPDPFFYRRLCTDLKHIGWSCLR
HLAMDFESVTLQAIDTGGRLHELQILDLMREQPTCIAALPWRPTAICRPASEDGRLFISIYETYRRFRSMLDELEPYFRV
LDDFDAHTWVLEPEHPTYAVSSRRLNLAPQCSLVVEIDPADPCRLPNVRFFGSEQRIEAMRNRFFERRALWDSSARTPRE
NLQVVLMMALPPRPADMMQNAKDNECGICYTYELEGEGIPDWACDAASCGRPYHRSCLRTWLASIPETRQLFQMYHGSCP
YCGEPIQVSKI                                                                     
>Esil_CBN74903                                                                  
MADLILPLDPSQRHFGGYVEAMGRQYRVSMACPQGRRGIVDLASFRCDPELSALLEARGVWDTLRARLAQTEDVEGFMAE
LTDVLEKVLRSCPKQDPPPAEFYSRLVSEIDAVGWSHLVSMDSLLTSVQLRERDAAGREHVFAISLPSNYPHSPPICSVD
LPTHLNLRWSPGQSSLATVLEQFREALTPFHELWNVLDDLDKHTWVLEPEKPSRSTTHRRVAVARHCSVMLKIDPRAPGD
VPEVRFLGSQAVIGPLREAYERNLFRWNHSLLVRANLEAALELKLPSPATTAKADYSADCGICYAYRLQRDDAAGDGGAA
AAAAAAAAAAAVGAAGGGGGGGGTRGRGGGDESGGRGAAAEDAGAIPDRVCDNAKCRRPYHPKCLFVWLQGLPTSRVSFD
TIFGQCPYCSDPISVKFAPNGQKEGRDELGLVDGRRQHTHGRMRTARKTA                              
>Ngad_05484                                                                     
MLDRSKSPLHPQRCLTWCVGFAAAAVLGAQAFVPPSTSTPSRLPLGNSCQKCNSPLLAYRDAFSHGDQRSSGGSTRSSGR
SEHGDRHYERESISKELDESGESTRRSSSANLPFMSQNPEDLAPTALRESPSLFKQRKQGGGPESSFPSSRSFSSSTAPL
PPLESLAGGVPGGYSTASNRDPPRPSPPSNGRLDSSSLSPASLAAAIHQIVRELTTPPKGPGAALPEAAAKRLKQKKLME
KELGALLAVAERNAGYLSPEAVTTIINALSKLPPRGLRSVVPLSASFRPLREQQEKKESGGRKKNHVAEVFAVAKGEVWP
SPTVSLLPALLARALEVVHDMSPRCVATIVNSLARFRSTVAPFSLPIPPYLLAGLSAQAQRFLVVEEERGEAGKEGXXXX
PSPSLFPSLHPSSPPLSPLTWNLSARRPSSVHGLDACTLASGTGEPHSLPLLPCLAPAFLSRRLSLSVSELTLFHVSSSL
FLPLLGPRPVAQGYGENASTELGSHPRIPLPCPSHPLGWRRKGRGVGGGLCRGVLHLLCLSTGRWILQGEGRYDVGEEGC
EEKARGGGRGQGGTLKSSSPSPSPPSPFFLLDIPTVTCENERCRRLYHSVCLRQWLQTLPDVKMIRGGLTSRTTLLGSCP
FCIEPISLEVDAVGFV                                                                
>Aano_F0Y111                                                                    
VTSSYTRDECVIEMTLKYDAAYPLRALAVDFGSHQGIEEKTARRWALQLRASASLKSTHAAVLGWRENVDLEFDGVEPCP
ICYGVLHPKSKRLPHLECRQCHNKFHASCLAHWFSTSHKHLCVVCQ                                  
>Tpse_XP_002288309                                                              
MPAILTNITSNQLGCTLHCREYHCLLRLRSNRHDGVSAGAASSSASAACSANRDNLMSTPDITTLSVIPIRADDDNGAVS
DHSILDDDEIPLLPESFSCTHATNGINPTINAKGNNNQHKCKELIRITTKLEIQLKERLKDASDGAVFSPNNADKQQVEY
EEFLRRSDAIFSELLSAVHQQIRKEQSSFNGSGKGKKRTRTQQHNGSNSTLVATSTPPLKYYSSLLRQLQIIQNMSNVTD
ISLHKQSTSSNNDNTNVPADLSRVSVTCIDKHERSHTWHAELYPTVVMTMDLPAEFALDDKRIRMDRWWEDGGDASRSLL



LKIQHQFQLVLDKYQPLFNELDDLDSHLWVLEPSLPARRCSVERRIALWEGGASMVIVLDPENPRGVPVMVRFLGVSVAT
MTAAANARGGENGGEIVDWRTSFAEFVSEEVEEKAKAGRKQPDIGVNQEEKTGNQNNKHWSEERNIRENLELWFGSPLPS
PLSSEKSDYLVECGICYTHRLPIEDETDPTAEPEEGPLPEAKCNNVSCNRHYHDTCLFEWLHSLPTARVSFDRIFGSCPY
CCEAVSVKMLNGSKSR                                                                
>Pinf_XP_002904103                                                              
MHFVPEDAAHSVYRGYVSVDGDEFAVRVSNVDYDARTGRTVLDAAQLDVERALATRLQPHRATLKLRLAQASSLAGFATE
LEELVAICCRTQTGDQVALPSAKYYARLLEELDVVGWNRLRQLSDDLRSLELETKDTAERIHAVRVLLPLEYEAAGFAAK
PECLVDAPEAFDLEWPPQENHTVLDEVLKQFESFLDRFQKFWDVLDALGAATCVLEPRHGTRATGRRRLALERHASVQLE
VDPAHPTAVLTELNFFGNQASVGVLRERWGNNASSRWDELRPLHKNLEDVLELTLPSPKTTKAEEFAIECGICYSYRLEV
EEGNEEEAKNPMQRKAVEEQGSRIPDRLCENTKCNRPFHAKCLFDWLRALPTSRQSFHTVFGECPYCREAISAKFQPEF 
>Pmar_XP_002785521                                                              
MSCRFWGLPMKPLDDQGPALAQDLLTHFVAEVNSCLIQEEVIERERVSILPEYALPLKGKRLIEHYVRRHRVGLSRCKKE
ADKEALQQRVKDLLEDEIHSRMLRSKKADHHDHEPLRNMITLIFKEPICIQGNGFVTNRRTPPIEHGMGFHPPSRRKASR
KPPGGNSRRASYGGGIIEYRGPTRAEGRRSLGSDDGAVVVASPESSPQDHPPPHHGQQEEQALTPPPSSAPLVTSRVLLP
GFNLNASTRGKAQDVVITPRSRDGGLSAPGWICDPDRYLSRDEMDFLDKELRKDFAVESVCGPYQVAVAISRNTWPVGGV
ERFARNIHNAWGVGHAPCDSGIVMALDIGNREMFISMGKAANERMSTTSASAVIDHMRSFLREFKYAQGVYEGLTLIRQV
IDTGKQLSGNKKTDETTEAAPLTGQECELLRCGHKFHKACLQEWQEQGIHRDPIIQDMNMVRCGISR             
>Bnat_85092                                                                     
MDGNKSGKSGEDETVRGRKKILVVFGTVGALIGPLRNNTTSRRSDQCVAPPLGTQSDMNSYTSLPAFEFLVPEDTTFNSF
RGCFSIKQSEFWFRIVFPDCPIKEQEEEEASCELSEDPACRSLEGAIFECDKELFRLTESHQRLIKQRFKQSQNLREFIR
ELREITEHAMTTAAQISFAFGELKSSSTKRSGKFPDINTQNRSPVSFRKLMAQLDAIGWSSIKSIDNNLSKLTGHFRLLF
MTLFIPLVPKVEMEDSNERKHQIRIIIPSTWPSDHARALMDIPVTKGLEDPEDTKGGTLPSILRRCRSRFDTYHDFWRAV
EDIDQHTCVLEPLNASRSCTTRRIVLQRHCSVQLEIDPHRPMGLCEIRFLGSEEFTGALMQKLNRNATKWRADQLPRKNL
EDLLEIKFPEARATETEDFELECSICYSYRLEPAAGSSEAGETPDRICDDVKCGRPFHRSCLVEWLRAIPTTQQSFQTLF
GKCPYCQNSITVDIGTGRLK*                                                           
>Bnat_139537                                                                    
MSRQHAWRAKPTTDEKEMMDSLDSCRLYVLQQRGPLSFIVKRDGEKGKHRVMIGEKQSCSCHQDNTKLCQHLFFVMIKVL
RVSRDNPLVWQLSLVDREIGDILAGKYTKRTRETKPLAFRKKEAQTSKAERRQIISGEPCPICYSEMEEDNEAIVFCDVK
CGRGIHAKCMQVWAQSLLTLSIVENKCNNTSGCGLDAADLEGAIRLGEGETQRRRDEWAWTRIPTETGIKARLFSVQKND
ILSKMSLKHVFVKRKEDQKDMVPGPWTGPPKKKQDTREIARALLQMQTREISTSDYELLLRLDRGSKDMPAYEYLAWHGL
PQADPDPLSSCNICKYRALSRCFDRISRVAVINPKLIVLC*                                       
>Ehux_359119                                                                    
MTDCLVTDGGATAGYLRVGRHDFALYISPPGGAGGARLHGCPRLHTALAGHEVAVLRRLQHATSVGGFVGELREVLERQL
AADALAGSLTPALPPAAFYEQLIAEVDGIGWASLCGLSPSLDELQLTIDDTARRAHVLTLSLPPDYPARSPVARAALPAP
FELRWAPGERPSLAAAAAQFRGALAAHQSLWDELDDLDREAWVLEPKHPTRDVCHRRLALGGHCSLLVTLHPTAPSSLPE
LRFLGAERSIAPLRRALNSRLAEWRPERRVRLNLQALLGLALPSPVAADAADAADYSVECAICYEYLLDGEPPNVACDGC
AKPFHQACLAEWLQALPSTQQSFNRLFGECVYCSKPISIEAVR*                                    
>Ehux_218945                                                                    
MAPARARRDTASEGLAQNDGKSVHLGCFNTAEEAATAYARSENGRADAAKLLQPRAAPTAAGAEAVRQAEREGLTLTASS
SNSTGYKGVVYYPKQQGSKQYKLQVWDGGKKQQQQRGYRGVVYYPKERGSKKYKLKVTIVAASSAHPEARLQPRDPNGWG
ATRCCTSLFHYRCLHTWLNEVETSRGMEPINTACPGCRGSVSKSASRMLS*                             
>Gthe_143539                                                                    
MQDESYRVRISERRMQTARARSETAGSRKLHLEMENGLIEVLGAEMNAVNNRLKSSQSVESFVEELEIILERVASNMTSR
VPPRADTMMAIVAEIEEIGWNSVHDLHPDFNNVKFAVEDAAKRSHVVEVDLNMSYPHDPPVCRGATPIPFILRWRDGYTL
RNVIEQFEEHLHQFQLLWDVLDDIDQHSWVLEPSVATRDLASRRIAIGNHCSIQVDIPILNPLSVPEVRFLGADSVILPL
KDKLNQRLLLWDMKVFVLQNLQNILEIEFPTKQTVVAEELSVECAICYTYRLDGEIPDIVCDNSKCNPPGARPFHAACLY
EWLRAIPTSRQAFNTLFGSCTYCGSLCYKPTFLARS*                                           
>Ngru_XP_002682518                                                              
MDTSNDFQQKDLLSSKLTLSIIYEKYKEMIEKISDFFDVIEDFDTNVRVLEPEKPTRAHTMRRIVIGNHCSMQIVIDPFK
PREKPKDIKLLGSDSIISPLKFNLNNNRNKWNMNKLLRENLETLMDIEFPKPSTDPTTEQDEFSENCGVCYSYRLNMKIP
DKVCDNVKCGMPFHSECLIEWLRSIPGTHQSFDTVFGSCPYCSSTLSVSTSK                            
>Tvag_XP_001317405                                                              
MKKIANFAPRGAPLATFEMYGTSQNVRLPAAATATAISDSSIRATFMQMSKPNVQIKKDGFASLSEKIPMMDDHQEFLVA
VTPSIALFDQTFIDYHPNVRILAVNFIQKICEKLGRDIVEFAPKIFPSLLLYSCDTEQEISNAAKAIFNGYFSTSEKKNA
IISKLRSEISLRIKYSYNDLKDMEKHFSNNDEIENWGRVASATLILSTLLLSACKFAPEVLSSFGDVQLRRWISLKDAKF
LPQSTTQMRSSAYLYIAINTQNDFFGNEYADLILKLIGSESSPLCQSRLIKLISIYMDKEYLTTEKVRSAILPALTLYYD
PIKTGIPALLTRIADQSFVESALNTVSSLPDIELANLFFKILFDLSSDRIELKPSNDCLYQLFNGAISKTPPSRFLGQVD
LKYFVGISSDPRVRSSLESGNDDRATEYLQYLDTQSCVDWLKTRETIGINTIIRLIKNLGSTIIRKTWPSIIDIPIEKAS
DQKRAELIQLYARTDEMPAIIKQFPETVRYFLPNWSAGYDCLRCDELLAMTGELLKQSIGLYRILIQIFPQNEKIESEME
EAILNEIQENEEADPVLFEYYTKPTEKVLTAFLNCLSVEVLEPGDKIIPLLVDHIPKIINDTKQNNLAEQVYKFIESSQI
DPLSIDIHPKDNPVFYLELWEKIGFDKLPQDKFIELLSSTLNRKCPWLEIFLYIRNIDWTLVPSKLWDYCSLHPELSELA
IKNNDVISLSAICASNNLSYDKLPKTGIVLEALSLIEPPMNINNDLISSVIQNEWNHFTPKSNLISNENLTISLRQVINV



LEHSAPIIMSIDEFVPFIEKGAKSDNKFDFFLTLRILSILRDIEMRFDSLQETLQTVIDKSVEFYPLPSPVEREFASAMR
IAQLLSPNKFLTLLKLVGHHFTSPTSKMLSKQFSQLIRYFNVWDIIECRLESNLNLTNPLSWHLIVLSLEIMPYQKRMDM
VNSFTSELFSIFDSLSIESDDFINLISTFPATAFDWSTKLSNNILHPLNREMTKRGTQRVFEILAKKLKKVKLGNTTIQT
NVRNMTISCVYVEDAASVPIKMDITLPDIYPFRREKVSCNIDKGENSSDLRSRVAAAIIQGQGVEAGIRSWHNYIVKELQ
EKEPCTICYSYLDDQQRIPKVKCSVCGQKFHGACLSKWFAHCLQPTCPFCASPWKPKG                      
>Tvag_XP_001315697                                                              
MAFDTEDYICCISKDPPYFEAESKLCNLLSRKESFIKAELERSESVELFCQRLSELVFKLRPEIKLNTNQLSTPYFKKVI
QEIRSIGWDKITKIDTTLSYFEIVIYDSKRRKIEIRFDLPTNFPYSTPTVNSNLPVSINFDWDPQSSKISSIVDLYQESL
SSFDTLWSQLEDLDKNTFVIDPHVPTLNCCMRMIYLSPQLWIQIEVKPLRAQYRPIIKFKGSDQAKREMQHQFDENVNKW
DVSKTIRENLEAILNLKFPKRADEECETEIECPICFCERFGGELPEIVCENPKCAKHYHRSCLVDWLRENRKMEQSFHCI
YGTCPNCGAKIQVDDS                                                                
                                                                                
                                                                                
*******HECT***********                                                          
>Hsap_ENSP00000206595                                                           
MNESKPGDSQNLACVFCRKHDDCPNKYGEKKTKEKWNLTVHYYCLLMSSGIWQRGKEEEGVYGFLIEDIRKEVNRASKLK
CCVCKKNGASIGCVAPRCKRSYHFPCGLQRECIFQFTGNFASFCWDHRPVQIITSNNYRESLPCTICLEFIEPIPSYNIL
RSPCCKNAWFHRDCLQVQAINAGVFFFRCTICNNSDIFQKEMLRMGIHIPEKDASWELEENAYQELLQHYERCDVRRCRC
KEGRDYNAPDSKWEIKRCQCCGSSGTHLACSSLRSWEQNWECLECRGIIYNSGEFQKAKKHVLPNSNNVGITDCLLEESS
PKLPRQSPGSQSKDLLRQGSKFRRNVSTLLIELGFQIKKKTKRLYINKANIWNSALDAFRNRNFNPSYAIEVAYVIENDN
FGSEHPGSKQEFLSLLMQHLENSSLFEGSLSKNLSLNSQALKENLYYEAGKMLAISLVHGGPSPGFFSKTLFNCLVYGPE
NTQPILDDVSDFDVAQIIIRINTATTVADLKSIINECYNYLELIGCLRLITTLSDKYMLVKDILGYHVIQRVHTPFESFK
QGLKTLGVLEKIQAYPEAFCSILCHKPESLSAKILSELFTVHTLPDVKALGFWNSYLQAVEDGKSTTTMEDILIFATGCS
SIPPAGFKPTPSIECLHVDFPVGNKCNNCLAIPITNTYKEFQENMDFTIRNTLRLEKEESSHYIGH              
>Hsap_ENSP00000260983                                                           
MASSAREHLLFVRRRNPQMRYTLSPENLQSLAAQSSMPENMTLQRANSDTDLVTSESRSSLTASMYEYTLGQAQNLIIFW
DIKEEVDPSDWIGLYHIDENSPANFWDSKNRGVTGTQKGQIVWRIEPGPYFMEPEIKICFKYYHGISGALRATTPCITVK
NPAVMMGAEGMEGGASGNLHSRKLVSFTLSDLRAVGLKKGMFFNPDPYLKMSIQPGKKSSFPTCAHHGQERRSTIISNTT
NPIWHREKYSFFALLTDVLEIEIKDKFAKSRPIIKRFLGKLTIPVQRLLERQAIGDQMLSYNLGRRLPADHVSGYLQFKV
EVTSSVHEDASPEAVGTILGVNSVNGDLGSPSDDEDMPGSHHDSQVCSNGPVSEDSAADGTPKHSFRTSSTLEIDTEELT
STSSRTSPPRGRQDSLNDYLDAIEHNGHSRPGTATCSERSMGASPKLRSSFPTDTRLNAMLHIDSDEEDHEFQQDLGYPS
SLEEEGGLIMFSRASRADDGSLTSQTKLEDNPVENEEASTHEAASFEDKPENLPELAESSLPAGPAPEEGEGGPEPQPSA
DQGSAELCGSQEVDQPTSGADTGTSDASGGSRRAVSETESLDQGSEPSQVSSETEPSDPARTESVSEASTRPEGESDLEC
ADSSCNESVTTQLSSVDTRCSSLESARFPETPAFSSQEEEDGACAAEPTSSGPAEGSQESVCTAGSLPVVQVPSGEDEGP
GAESATVPDQEELGEVWQRRGSLEGAAAAAESPPQEEGSAGEAQGTCEGATAQEEGATGGSQANGHQPLRSLPSVRQDVS
RYQRVDEALPPNWEARIDSHGRIFYVDHVNRTTTWQRPTAPPAPQVLQRSNSIQQMEQLNRRYQSIRRTMTNERPEENTN
AIDGAGEEADFHQASADFRRENILPHSTSRSRITLLLQSPPVKFLISPEFFTVLHSNPSAYRMFTNNTCLKHMITKVRRD
THHFERYQHNRDLVGFLNMFANKQLELPRGWEMKHDHQGKAFFVDHNSRTTTFIDPRLPLQSSRPTSALVHRQHLTRQRS
HSAGEVGEDSRHAGPPVLPRPSSTFNTVSRPQYQDMVPVAYNDKIVAFLRQPNIFEILQERQPDLTRNHSLREKIQFIRT
EGTPGLVRLSSDADLVMLLSLFEEEIMSYVPPHALLHPSYCQSPRGSPVSSPQNSPGTQRANARAPAPYKRDFEAKLRNF
YRKLETKGYGQGPGKLKLIIRRDHLLEDAFNQIMGYSRKDLQRNKLYVTFVGEEGLDYSGPSREFFFLVSRELFNPYYGL
FEYSANDTYTVQISPMSAFVDNHHEWFRFSGRILGLALIHQYLLDAFFTRPFYKALLRILCDLSDLEYLDEEFHQSLQWM
KDNDIHDILDLTFTVNEEVFGQITERELKPGGANIPVTEKNKKEYIERMVKWRIERGVVQQTESLVRGFYEVVDARLVSV
FDARELELVIAGTAEIDLSDWRNNTEYRGGYHDNHIVIRWFWAAVERFNNEQRLRLLQFVTGTSSIPYEGFASLRGSNGP
RRFCVEKWGKITALPRAHTCFNRLDLPPYPSFSMLYEKLLTAVEETSTFGLE                            
>Hsap_ENSP00000261312                                                           
MADVDPDTLLEWLQMGQGDERDMQLIALEQLCMLLLMSDNVDRCFETCPPRTFLPALCKIFLDESAPDNVLEVTARAITY
YLDVSAECTRRIVGVDGAIKALCNRLVVVELNNRTSRDLAEQCVKVLELICTRESGAVFEAGGLNCVLTFIRDSGHLVHK
DTLHSAMAVVSRLCGKMEPQDSSLEICVESLSSLLKHEDHQVSDGALRCFASLADRFTRRGVDPAPLAKHGLTEELLSRM
AAAGGTVSGPSSACKPGRSTTGAPSTTADSKLSNQVSTIVSLLSTLCRGSPVVTHDLLRSELPDSIESALQGDERCVLDT
MRLVDLLLVLLFEGRKALPKSSAGSTGRIPGLRRLDSSGERSHRQLIDCIRSKDTDALIDAIDTGAFEVNFMDDVGQTLL
NWASAFGTQEMVEFLCERGADVNRGQRSSSLHYAACFGRPQVAKTLLRHGANPDLRDEDGKTPLDKARERGHSEVVAILQ
SPGDWMCPVNKGDDKKKKDTNKDEEECNEPKGDPEMAPIYLKRLLPVFAQTFQQTMLPSIRKASLALIRKMIHFCSEALL
KEVCDSDVGHNLPTILVEITATVLDQEDDDDGHLLALQIIRDLVDKGGDIFLDQLARLGVISKVSTLAGPSSDDENEEES
KPEKEDEPQEDAKELQQGKPYHWRDWSIIRGRDCLYIWSDAAALELSNGSNGWFRFILDGKLATMYSSGSPEGGSDSSES
RSEFLEKLQRARGQVKPSTSSQPILSAPGPTKLTVGNWSLTCLKEGEIAIHNSDGQQATILKEDLPGFVFESNRGTKHSF
TAETSLGSEFVTGWTGKRGRKLKSKLEKTKQKVRTMARDLYDDHFKAVESMPRGVVVTLRNIATQLESSWELHTNRQCIE
SENTWRDLMKTALENLIVLLKDENTISPYEMCSSGLVQALLTVLNNVSLSSSKEQKYSFTPSVEINVFKTAFSENEDDES
RPAVALIRKLIAVLESIERLPLHLYDTPGSTYNLQILTRRLRFRLERAPGETALIDRTGRMLKMEPLATVESLEQYLLKM
VAKQWYDFDRSSFVFVRKLREGQNFIFRHQHDFDENGIIYWIGTNAKTAYEWVNPAAYGLVVVTSSEGRNLPYGRLEDIL
SRDNSALNCHSNDDKNAWFAIDLGLWVIPSAYTLRHARGYGRSALRNWVFQVSKDGQNWTSLYTHVDDCSLNEPGSTATW
PLDPPKDEKQGWRHVRIKQMGKNASGQTHYLSLSGFELYGTVNGVCEDQLGKAAKEAEANLRRQRRLVRSQVLKYMVPGA



RVIRGLDWKWRDQDGSPQGEGTVTGELHNGWIDVTWDAGGSNSYRMGAEGKFDLKLAPGYDPDTVASPKPVSSTVSGTTQ
SWSSLVKNNCPDKTSAAAGSSSRKGSSSSVCSVASSSDISLGSTKTERRSEIVMEHSIVSGADVHEPIVVLSSAENVPQT
EVGSSSSASTSTLTAETGSENAERKLGPDSSVRTPGESSAISMGIVSVSSPDVSSVSELTNKEAASQRPLSSSASNRLSV
SSLLAAGAPMSSSASVPNLSSRETSSLESFVRRVANIARTNATNNMNLSRSSSDNNTNTLGRNVMSTATSPLMGAQSFPN
LTTPGTTSTVTMSTSSVTSSSNVATATTVLSVGQSLSNTLTTSLTSTSSESDTGQEAEYSLYDFLDSCRASTLLAELDDD
EDLPEPDEEDDENEDDNQEDQEYEEVMILRRPSLQRRAGSRSDVTHHAVTSQLPQVPAGAGSRPIGEQEEEEYETKGGRR
RTWDDDYVLKRQFSALVPAFDPRPGRTNVQQTTDLEIPPPGTPHSELLEEVECTPSPRLALTLKVTGLGTTREVELPLTN
FRSTIFYYVQKLLQLSCNGNVKSDKLRRIWEPTYTIMYREMKDSDKEKENGKMGCWSIEHVEQYLGTDELPKNDLITYLQ
KNADAAFLRHWKLTGTNKSIRKNRNCSQLIAAYKDFCEHGTKSGLNQGAISTLQSSDILNLTKEQPQAKAGNGQNSCGVE
DVLQLLRILYIVASDPYSRISQEDGDEQLQFTFPPDEFTSKKITTKILQQIEEPLALASGALPDWCEQLTSKCPFLIPFE
TRQLYFTCTAFGASRAIVWLQNRREATVERTRTTSSVRRDDPGEFRVGRLKHERVKVPRGESLMEWAENVMQIHADRKSV
LEVEFLGEEGTGLGPTLEFYALVAAEFQRTDLGAWLCDDNFPDDESRHVDLGGGLKPPGYYVQRSCGLFTAPFPQDSDEL
ERITKLFHFLGIFLAKCIQDNRLVDLPISKPFFKLMCMGDIKSNMSKLIYESRGDRDLHCTESQSEASTEEGHDSLSVGS
FEEDSKSEFILDPPKPKPPAWFNGILTWEDFELVNPHRARFLKEIKDLAIKRRQILSNKGLSEDEKNTKLQELVLKNPSG
SGPPLSIEDLGLNFQFCPSSRIYGFTAVDLKPSGEDEMITMDNAEEYVDLMFDFCMHTGIQKQMEAFRDGFNKVFPMEKL
SSFSHEEVQMILCGNQSPSWAAEDIINYTEPKLGYTRDSPGFLRFVRVLCGMSSDERKAFLQFTTGCSTLPPGGLANLHP
RLTVVRKVDATDASYPSVNTCVHYLKLPEYSSEEIMRERLLAATMEKGFHLN                            
>Hsap_ENSP00000261609                                                           
MPSESFCLAAQARLDSKWLKTDIQLAFTRDGLCGLWNEMVKDGEIVYTGTESTQNGELPPRKDDSVEPSGTKKEDLNDKE
KKDEEETPAPIYRAKSILDSWVWGKQPDVNELKECLSVLVKEQQALAVQSATTTLSALRLKQRLVILERYFIALNRTVFQ
ENVKVKWKSSGISLPPVDKKSSRPAGKGVEGLARVGSRAALSFAFAFLRRAWRSGEDADLCSELLQESLDALRALPEASL
FDESTVSSVWLEVVERATRFLRSVVTGDVHGTPATKGPGSIPLQDQHLALAILLELAVQRGTLSQMLSAILLLLQLWDSG
AQETDNERSAQGTSAPLLPLLQRFQSIICRKDAPHSEGDMHLLSGPLSPNESFLRYLTLPQDNELAIDLRQTAVVVMAHL
DRLATPCMPPLCSSPTSHKGSLQEVIGWGLIGWKYYANVIGPIQCEGLANLGVTQIACAEKRFLILSRNGRVYTQAYNSD
TLAPQLVQGLASRNIVKIAAHSDGHHYLALAATGEVYSWGCGDGGRLGHGDTVPLEEPKVISAFSGKQAGKHVVHIACGS
TYSAAITAEGELYTWGRGNYGRLGHGSSEDEAIPMLVAGLKGLKVIDVACGSGDAQTLAVTENGQVWSWGDGDYGKLGRG
GSDGCKTPKLIEKLQDLDVVKVRCGSQFSIALTKDGQVYSWGKGDNQRLGHGTEEHVRYPKLLEGLQGKKVIDVAAGSTH
CLALTEDSEVHSWGSNDQCQHFDTLRVTKPEPAALPGLDTKHIVGIACGPAQSFAWSSCSEWSIGLRVPFVVDICSMTFE
QLDLLLRQVSEGMDGSADWPPPQEKECVAVATLNLLRLQLHAAISHQVDPEFLGLGLGSILLNSLKQTVVTLASSAGVLS
TVQSAAQAVLQSGWSVLLPTAEERARALSALLPCAVSGNEVNISPGRRFMIDLLVGSLMADGGLESALHAAITAEIQDIE
AKKEAQKEKEIDEQEANASTFHRSRTPLDKDLINTGICESSGKQCLPLVQLIQQLLRNIASQTVARLKDVARRISSCLDF
EQHSRERSASLDLLLRFQRLLISKLYPGESIGQTSDISSPELMGVGSLLKKYTALLCTHIGDILPVAASIASTSWRHFAE
VAYIVEGDFTGVLLPELVVSIVLLLSKNAGLMQEAGAVPLLGGLLEHLDRFNHLAPGKERDDHEELAWPGIMESFFTGQN
CRNNEEVTLIRKADLENHNKDGGFWTVIDGKVYDIKDFQTQSLTGNSILAQFAGEDPVVALEAALQFEDTRESMHAFCVG
QYLEPDQEIVTIPDLGSLSSPLIDTERNLGLLLGLHASYLAMSTPLSPVEIECAKWLQSSIFSGGLQTSQIHYSYNEEKD
EDHCSSPGGTPASKSRLCSHRRALGDHSQAFLQAIADNNIQDHNVKDFLCQIERYCRQCHLTTPIMFPPEHPVEEVGRLL
LCCLLKHEDLGHVALSLVHAGALGIEQVKHRTLPKSVVDVCRVVYQAKCSLIKTHQEQGRSYKEVCAPVIERLRFLFNEL
RPAVCNDLSIMSKFKLLSSLPRWRRIAQKIIRERRKKRVPKKPESTDDEEKIGNEESDLEEACILPHSPINVDKRPIAIK
SPKDKWQPLLSTVTGVHKYKWLKQNVQGLYPQSPLLSTIAEFALKEEPVDVEKMRKCLLKQLERAEVRLEGIDTILKLAS
KNFLLPSVQYAMFCGWQRLIPEGIDIGEPLTDCLKDVDLIPPFNRMLLEVTFGKLYAWAVQNIRNVLMDASAKFKELGIQ
PVPLQTITNENPSGPSLGTIPQARFLLVMLSMLTLQHGANNLDLLLNSGMLALTQTALRLIGPSCDNVEEDMNASAQGAS
ATVLEETRKETAPVQLPVSGPELAAMMKIGTRVMRGVDWKWGDQDGPPPGLGRVIGELGEDGWIRVQWDTGSTNSYRMGK
EGKYDLKLAELPAAAQPSAEDSDTEDDSEAEQTERNIHPTAMMFTSTINLLQTLCLSAGVHAEIMQSEATKTLCGLLRML
VESGTTDKTSSPNRLVYREQHRSWCTLGFVRSIALTPQVCGALSSPQWITLLMKVVEGHAPFTATSLQRQILAVHLLQAV
LPSWDKTERARDMKCLVEKLFDFLGSLLTTCSSDVPLLRESTLRRRRVRPQASLTATHSSTLAEEVVALLRTLHSLTQWN
GLINKYINSQLRSITHSFVGRPSEGAQLEDYFPDSENPEVGGLMAVLAVIGGIDGRLRLGGQVMHDEFGEGTVTRITPKG
KITVQFSDMRTCRVCPLNQLKPLPAVAFNVNNLPFTEPMLSVWAQLVNLAGSKLEKHKIKKSTKQAFAGQVDLDLLRCQQ
LKLYILKAGRALLSHQDKLRQILSQPAVQETGTVHTDDGAVVSPDLGDMSPEGPQPPMILLQQLLASATQPSPVKAIFDK
QELEAAALAVCQCLAVESTHPSSPGFEDCSSSEATTPVAVQHIRPARVKRRKQSPVPALPIVVQLMEMGFSRRNIEFALK
SLTGASGNASSLPGVEALVGWLLDHSDIQVTELSDADTVSDEYSDEEVVEDVDDAAYSMSTGAVVTESQTYKKRADFLSN
DDYAVYVRENIQVGMMVRCCRAYEEVCEGDVGKVIKLDRDGLHDLNVQCDWQQKGGTYWVRYIHVELIGYPPPSSSSHIK
IGDKVRVKASVTTPKYKWGSVTHQSVGVVKAFSANGKDIIVDFPQQSHWTGLLSEMELVPSIHPGVTCDGCQMFPINGSR
FKCRNCDDFDFCETCFKTKKHNTRHTFGRINEPGQSAVFCGRSGKQLKRCHSSQPGMLLDSWSRMVKSLNVSSSVNQASR
LIDGSEPCWQSSGSQGKHWIRLEIFPDVLVHRLKMIVDPADSSYMPSLVVVSGGNSLNNLIELKTININPSDTTVPLLND
CTEYHRYIEIAIKQCRSSGIDCKIHGLILLGRIRAEEEDLAAVPFLASDNEEEEDEKGNSGSLIRKKAAGLESAATIRTK
VFVWGLNDKDQLGGLKGSKIKVPSFSETLSALNVVQVAGGSKSLFAVTVEGKVYACGEATNGRLGLGISSGTVPIPRQIT
ALSSYVVKKVAVHSGGRHATALTVDGKVFSWGEGDDGKLGHFSRMNCDKPRLIEALKTKRIRDIACGSSHSAALTSSGEL
YTWGLGEYGRLGHGDNTTQLKPKMVKVLLGHRVIQVACGSRDAQTLALTDEGLVFSWGDGDFGKLGRGGSEGCNIPQNIE
RLNGQGVCQIECGAQFSLALTKSGVVWTWGKGDYFRLGHGSDVHVRKPQVVEGLRGKKIVHVAVGALHCLAVTDSGQVYA
WGDNDHGQQGNGTTTVNRKPTLVQGLEGQKITRVACGSSHSVAWTTVDVATPSVHEPVLFQTARDPLGASYLGVPSDADS
SAASNKISGASNSKPNRPSLAKILLSLDGNLAKQQALSHILTALQIMYARDAVVGALMPAAMIAPVECPSFSSAAPSDAS
AMASPMNGEECMLAVDIEDRLSPNPWQEKREIVSSEDAVTPSAVTPSAPSASARPFIPVTDDLGAASIIAETMTKTKEDV



ESQNKAAGPEPQALDEFTSLLIADDTRVVVDLLKLSVCSRAGDRGRDVLSAVLSGMGTAYPQVADMLLELCVTELEDVAT
DSQSGRLSSQPVVVESSHPYTDDTSTSGTVKIPGAEGLRVEFDRQCSTERRHDPLTVMDGVNRIVSVRSGREWSDWSSEL
RIPGDELKWKFISDGSVNGWGWRFTVYPIMPAAGPKELLSDRCVLSCPSMDLVTCLLDFRLNLASNRSIVPRLAASLAAC
AQLSALAASHRMWALQRLRKLLTTEFGQSININRLLGENDGETRALSFTGSALAALVKGLPEALQRQFEYEDPIVRGGKQ
LLHSPFFKVLVALACDLELDTLPCCAETHKWAWFRRYCMASRVAVALDKRTPLPRLFLDEVAKKIRELMADSENMDVLHE
SHDIFKREQDEQLVQWMNRRPDDWTLSAGGSGTIYGWGHNHRGQLGGIEGAKVKVPTPCEALATLRPVQLIGGEQTLFAV
TADGKLYATGYGAGGRLGIGGTESVSTPTLLESIQHVFIKKVAVNSGGKHCLALSSEGEVYSWGEAEDGKLGHGNRSPCD
RPRVIESLRGIEVVDVAAGGAHSACVTAAGDLYTWGKGRYGRLGHSDSEDQLKPKLVEALQGHRVVDIACGSGDAQTLCL
TDDDTVWSWGDGDYGKLGRGGSDGCKVPMKIDSLTGLGVVKVECGSQFSVALTKSGAVYTWGKGDYHRLGHGSDDHVRRP
RQVQGLQGKKVIAIATGSLHCVCCTEDGEVYTWGDNDEGQLGDGTTNAIQRPRLVAALQGKKVNRVACGSAHTLAWSTSK
PASAGKLPAQVPMEYNHLQEIPIIALRNRLLLLHHLSELFCPCIPMFDLEGSLDETGLGPSVGFDTLRGILISQGKEAAF
RKVVQATMVRDRQHGPVVELNRIQVKRSRSKGGLAGPDGTKSVFGQMCAKMSSFGPDSLLLPHRVWKVKFVGESVDDCGG
GYSESIAEICEELQNGLTPLLIVTPNGRDESGANRDCYLLSPAARAPVHSSMFRFLGVLLGIAIRTGSPLSLNLAEPVWK
QLAGMSLTIADLSEVDKDFIPGLMYIRDNEATSEEFEAMSLPFTVPSASGQDIQLSSKHTHITLDNRAEYVRLAINYRLH
EFDEQVAAVREGMARVVPVPLLSLFTGYELETMVCGSPDIPLHLLKSVATYKGIEPSASLIQWFWEVMESFSNTERSLFL
RFVWGRTRLPRTIADFRGRDFVIQVLDKYNPPDHFLPESYTCFFLLKLPRYSCKQVLEEKLKYAIHFCKSIDTDDYARIA
LTGEPAADDSSDDSDNEDVDSFASDSTQDYLTGH                                              
>Hsap_ENSP00000262435                                                           
MSNPGGRRNGPVKLRLTVLCAKNLVKKDFFRLPDPFAKVVVDGSGQCHSTDTVKNTLDPKWNQHYDLYIGKSDSVTISVW
NHKKIHKKQGAGFLGCVRLLSNAINRLKDTGYQRLDLCKLGPNDNDTVRGQIVVSLQSRDRIGTGGQVVDCSRLFDNDLP
DGWEERRTASGRIQYLNHITRTTQWERPTRPASEYSSPGRPLSCFVDENTPISGTNGATCGQSSDPRLAERRVRSQRHRN
YMSRTHLHTPPDLPEGYEQRTTQQGQVYFLHTQTGVSTWHDPRVPRDLSNINCEELGPLPPGWEIRNTATGRVYFVDHNN
RTTQFTDPRLSANLHLVLNRQNQLKDQQQQQVVSLCPDDTECLTVPRYKRDLVQKLKILRQELSQQQPQAGHCRIEVSRE
EIFEESYRQVMKMRPKDLWKRLMIKFRGEEGLDYGGVAREWLYLLSHEMLNPYYGLFQYSRDDIYTLQINPDSAVNPEHL
SYFHFVGRIMGMAVFHGHYIDGGFTLPFYKQLLGKSITLDDMELVDPDLHNSLVWILENDITGVLDHTFCVEHNAYGEII
QHELKPNGKSIPVNEENKKEYVRLYVNWRFLRGIEAQFLALQKGFNEVIPQHLLKTFDEKELELIICGLGKIDVNDWKVN
TRLKHCTPDSNIVKWFWKAVEFFDEERRARLLQFVTGSSRVPLQGFKALQGAAGPRLFTIHQIDACTNNLPKAHTCFNRI
DIPPYESYEKLYEKLLTAIEETCGFAVE                                                    
>Hsap_ENSP00000262650                                                           
MSDSGSQLGSMGSLTMKSQLQITVISAKLKENKKNWFGPSPYVEVTVDGQSKKTEKCNNTNSPKWKQPLTVIVTPVSKLH
FRVWSHQTLKSDVLLGTAALDIYETLKSNNMKLEEVVVTLQLGGDKEPTETIGDLSICLDGLQLESEVVTNGETTCSENG
VSLCLPRLECNSAISAHCNLCLPGLSDSPISASRVAGFTGASQNDDGSRSKDETRVSTNGSDDPEDAGAGENRRVSGNNS
PSLSNGGFKPSRPPRPSRPPPPTPRRPASVNGSPSATSESDGSSTGSLPPTNTNTNTSEGATSGLIIPLTISGGSGPRPL
NPVTQAPLPPGWEQRVDQHGRVYYVDHVEKRTTWDRPEPLPPGWERRVDNMGRIYYVDHFTRTTTWQRPTLESVRNYEQW
QLQRSQLQGAMQQFNQRFIYGNQDLFATSQSKEFDPLGPLPPGWEKRTDSNGRVYFVNHNTRITQWEDPRSQGQLNEKPL
PEGWEMRFTVDGIPYFVDHNRRTTTYIDPRTGKSALDNGPQIAYVRDFKAKVQYFRFWCQQLAMPQHIKITVTRKTLFED
SFQQIMSFSPQDLRRRLWVIFPGEEGLDYGGVAREWFFLLSHEVLNPMYCLFEYAGKDNYCLQINPASYINPDHLKYFRF
IGRFIAMALFHGKFIDTGFSLPFYKRILNKPVGLKDLESIDPEFYNSLIWVKENNIEECDLEMYFSVDKEILGEIKSHDL
KPNGGNILVTEENKEEYIRMVAEWRLSRGVEEQTQAFFEGFNEILPQQYLQYFDAKELEVLLCGMQEIDLNDWQRHAIYR
HYARTSKQIMWFWQFVKEIDNEKRMRLLQFVTGTCRLPVGGFADLMGSNGPQKFCIEKVGKENWLPRSHTCFNRLDLPPY
KSYEQLKEKLLFAIEETEGFGQE                                                         
>Hsap_ENSP00000262854                                                           
MKVDRTKLKKTPTEAPADCRALIDKLKVCNDEQLLLELQQIKTWNIGKCELYHWVDLLDRFDGILADAGQTVENMSWMLV
CDRPEREQLKMLLLAVLNFTALLIEYSFSRHLYSSIEHLTTLLASSDMQVVLAVLNLLYVFSKRSNYITRLGSDKRTPLL
TRLQHLAESWGGKENGFGLAECCRDLHMMKYPPSATTLHFEFYADPGAEVKIEKRTTSNTLHYIHIEQLDKISESPSEIM
ESLTKMYSIPKDKQMLLFTHIRLAHGFSNHRKRLQAVQARLHAISILVYSNALQESANSILYNGLIEELVDVLQITDKQL
MEIKAASLRTLTSIVHLERTPKLSSIIDCTGTASYHGFLPVLVRNCIQAMIDPSMDPYPHQFATALFSFLYHLASYDAGG
EALVSCGMMEALLKVIKFLGDEQDQITFVTRAVRVVDLITNLDMAAFQSHSGLSIFIYRLEHEVDLCRKECPFVIKPKIQ
RPNTTQEGEEMETDMDGVQCIPQRAALLKSMLNFLKKAIQDPAFSDGIRHVMDGSLPTSLKHIISNAEYYGPSLFLLATE
VVTVFVFQEPSLLSSLQDNGLTDVMLHALLIKDVPATREVLGSLPNVFSALCLNARGLQSFVQCQPFERLFKVLLSPDYL
PAMRRRRSSDPLGDTASNLGSAVDELMRHQPTLKTDATTAIIKLLEEICNLGRDPKYICQKPSIQKADGTATAPPPRSNH
AAEEASSEDEEEEEVQAMQSFNSTQQNETEPNQQVVGTEERIPIPLMDYILNVMKFVESILSNNTTDDHCQEFVNQKGLL
PLVTILGLPNLPIDFPTSAACQAVAGVCKSILTLSHEPKVLQEGLLQLDSILSSLEPLHRPIESPGGSVLLRELACAGNV
ADATLSAQATPLLHALTAAHAYIMMFVHTCRVGQSEIRSISVNQWGSQLGLSVLSKLSQLYCSLVWESTVLLSLCTPNSL
PSGCEFGQADMQKLVPKDEKAGTTQGGKRSDGEQDGAAGSMDASTQGLLEGIGLDGDTLAPMETDEPTASDSKGKSKITP
AMAARIKQIKPLLSASSRLGRALAELFGLLVKLCVGSPVRQRRSHHAASTTTAPTPAARSTASALTKLLTKGLSWQPPPY
TPTPRFRLTFFICSVGFTSPMLFDERKYPYHLMLQKFLCSGGHNALFETFNWALSMGGKVPVSEGLEHSDLPDGTGEFLD
AWLMLVEKMVNPTTVLESPHSLPAKLPGGVQNFPQFSALRFLVVTQKAAFTCIKNLWNRKPLKVYGGRMAESMLAILCHI
LRGEPVIRERLSKEKEGSRGEEDTGQEEGGSRREPQVNQQQLQQLMDMGFTREHAMEALLNTSTMEQATEYLLTHPPPIM
GGVVRDLSMSEEDQMMRAIAMSLGQDIPMDQRAESPEEVACRKEEEERKAREKQEEEEAKCLEKFQDADPLEQDELHTFT
DTMLPGCFHLLDELPDTVYRVCDLIMTAIKRNGADYRDMILKQVVNQVWEAADVLIKAALPLTTSDTKTVSEWISQMATL
PQASNLATRILLLTLLFEELKLPCAWVVESSGILNVLIKLLEVVQPCLQAAKEQKEVQTPKWITPVLLLIDFYEKTAISS



KRRAQMTKYLQSNSNNWRWFDDRSGRWCSYSASNNSTIDSAWKSGETSVRFTAGRRRYTVQFTTMVQVNEETGNRRPVML
TLLRVPRLNKNSKNSNGQELEKTLEESKEMDIKRKENKGNDTPLALESTNTEKETSLEETKIGEILIQGLTEDMVTVLIR
ACVSMLGVPVDPDTLHATLRLCLRLTRDHKYAMMFAELKSTRMILNLTQSSGFNGFTPLVTLLLRHIIEDPCTLRHTMEK
VVRSAATSGAGSTTSGVVSGSLGSREINYILRVLGPAACRNPDIFTEVANCCIRIALPAPRGSGTASDDEFENLRIKGPN
AVQLVKTTPLKPSPLPVIPDTIKEVIYDMLNALAAYHAPEEADKSDPKPGVMTQEVGQLLQDMGDDVYQQYRSLTRQSSD
FDTQSGFSINSQVFAADGASTETSASGTSQGEASTPEESRDGKKDKEGDRASEEGKQKGKGSKPLMPTSTILRLLAELVR
SYVGIATLIANYSYTVGQSELIKEDCSVLAFVLDHLLPHTQNAEDKDTPALARLFLASLAAAGSGTDAQVALVNEVKAAL
GRALAMAESTEKHARLQAVMCIISTIMESCPSTSSFYSSATAKTQHNGMNNIIRLFLKKGLVNDLARVPHSLDLSSPNMA
NTVNAALKPLETLSRIVNQPSSLFGSKSASSKNKSEQDAQGASQDSSSNQQDPGEPGEAEVQEEDHDVTQTEVADGDIMD
GEAETDSVVIAGQPEVLSSQEMQVENELEDLIDELLERDGGSGNSTIIVSRSGEDESQEDVLMDEAPSNLSQASTLQANR
EDSMNILDPEDEEEHTQEEDSSGSNEDEDDSQDEEEEEEEDEEDDQEDDEGEEGDEDDDDDGSEMELDEDYPDMNASPLV
RFERFDREDDLIIEFDNMFSSATDIPPSPGNIPTTHPLMVRHADHSSLTLGSGSSTTRLTQGIGRSQRTLRQLTANTGHT
IHVHYPGNRQPNPPLILQRLLGPSAAADILQLSSSLPLQSRGRARLLVGNDDVHIIARSDDELLDDFFHDQSTATSQAGT
LSSIPTALTRWTEECKVLDAESMHDCVSVVKVSIVNHLEFLRDEELEERREKRRKQLAEEETKITDKGKEDKENRDQSAQ
CTASKSNDSTEQNLSDGTPMPDSYPTTPSSTDAATSESKETLGTLQSSQQQPTLPTPPALGEVPQELQSPAGEGGSSTQL
LMPVEPEELGPTRPSGEAETTQMELSPAPTITSLSPERAEDSDALTAVSSQLEGSPMDTSSLASCTLEEAVGDTSAAGSS
EQPRAGSSTPGDAPPAVAEVQGRSDGSGESAQPPEDSSPPASSESSSTRDSAVAISGADSRGILEEPLPSTSSEEEDPLA
GISLPEGVDPSFLAALPDDIRREVLQNQLGIRPPTRTAPSTNSSAPAVVGNPGVTEVSPEFLAALPPAIQEEVLAQQRAE
QQRRELAQNASSDTPMDPVTFIQTLPSDLRRSVLEDMEDSVLAVMPPDIAAEAQALRREQEARQRQLMHERLFGHSSTSA
LSAILRSPAFTSRLSGNRGVQYTRLAVQRGGTFQMGGSSSHNRPSGSNVDTLLRLRGRLLLDHEALSCLLVLLFVDEPKL
NTSRLHRVLRNLCYHAQTRHWVIRSLLSILQRSSESELCIETPKLTTSEEKGKKSSKSCGSSSHENRPLDLLHKMESKSS
NQLSWLSVSMDAALGCRTNIFQIQRSGGRKHTEKHASGGSTVHIHPQAAPVVCRHVLDTLIQLAKVFPSHFTQQRTKETN
CESDRERGNKACSPCSSQSSSSGICTDFWDLLVKLDNMNVSRKGKNSVKSVPVSAGGEGETSPYSLEASPLGQLMNMLSH
PVIRRSSLLTEKLLRLLSLISIALPENKVSEAQANSGSGASSTTTATSTTSTTTTTAASTTPTPPTAPTPVTSAPALVAA
TAISTIVVAASTTVTTPTTATTTVSISPTTKGSKSPAKVSDGGSSSTDFKMVSSGLTENQLQLSVEVLTSHSCSEEGLED
AANVLLQLSRGDSGTRDTVLKLLLNGARHLGYTLCKQIGTLLAELREYNLEQQRRAQCETLSPDGLPEEQPQTTKLKGKM
QSRFDMAENVVIVASQKRPLGGRELQLPSMSMLTSKTSTQKFFLRVLQVIIQLRDDTRRANKKAKQTGRLGSSGLGSASS
IQAAVRQLEAEADAIIQMVREGQRARRQQQAATSESSQSEASVRREESPMDVDQPSPSAQDTQSIASDGTPQGEKEKEER
PPELPLLSEQLSLDELWDMLGECLKELEESHDQHAVLVLQPAVEAFFLVHATERESKPPVRDTRESQLAHIKDEPPPLSP
APLTPATPSSLDPFFSREPSSMHISSSLPPDTQKFLRFAETHRTVLNQILRQSTTHLADGPFAVLVDYIRVLDFDVKRKY
FRQELERLDEGLRKEDMAVHVRRDHVFEDSYRELHRKSPEEMKNRLYIVFEGEEGQDAGGLLREWYMIISREMFNPMYAL
FRTSPGDRVTYTINPSSHCNPNHLSYFKFVGRIVAKAVYDNRLLECYFTRSFYKHILGKSVRYTDMESEDYHFYQGLVYL
LENDVSTLGYDLTFSTEVQEFGVCEVRDLKPNGANILVTEENKKEYVHLVCQMRMTGAIRKQLAAFLEGFYEIIPKRLIS
IFTEQELELLISGLPTIDIDDLKSNTEYHKYQSNSIQIQWFWRALRSFDQADRAKFLQFVTGTSKVPLQGFAALEGMNGI
QKFQIHRDDRSTDRLPSAHTCFNQLDLPAYESFEKLRHMLLLAIQECSEGFGLA                          
>Hsap_ENSP00000262903                                                           
MERAMEQLNRLTRSLRRARTVELPEDNETAVYTLMPMVMADQHRSVSELLSNSKFDVNYAFGRVKRSLLHIAANCGSVEC
LVLLLKKGANPNYQDISGCTPLHLAARNGQKKCMSKLLEYSADVNICNNEGLTAIHWLAVNGRTELLHDLVQHVSDVDVE
DAMGQTALHVACQNGHKTTVQCLLDSGADINRPNVSGATPLYFACSHGQRDTAQILLLRGAKYLPDKNGVTPLDLCVQGG
YGETCEVLIQYHPRLFQTIIQMTQNEDLRENMLRQVLEHLSQQSESQYLKILTSLAEVATTNGHKLLSLSSNYDAQMKSL
LRIVRMFCHVFRIGPSSPSNGIDMGYNGNKTPRSQVFKPLELLWHSLDEWLVLIATELMKNKRDSTEITSILLKQKGQDQ
DAASIPPFEPPGPGSYENLSTGTRESKPDALAGRQEASADCQDVISMTANRLSAVIQAFYMCCSCQMPPGMTSPRFIEFV
CKHDEVLKCFVNRNPKIIFDHFHFLLECPELMSRFMHIIKAQPFKDRCEWFYEHLHSGQPDSDMVHRPVNENDILLVHRD
SIFRSSCEVVSKANCAKLKQGIAVRFHGEEGMGQGVVREWFDILSNEIVNPDYALFTQSADGTTFQPNSNSYVNPDHLNY
FRFAGQILGLALNHRQLVNIYFTRSFYKHILGIPVNYQDVASIDPEYAKNLQWILDNDISDLGLELTFSVETDVFGAMEE
VPLKPGGGSILVTQNNKAEYVQLVTELRMTRAIQPQINAFLQGFHMFIPPSLIQLFDEYELELLLSGMPEIDVSDWIKNT
EYTSGYEREDPVIQWFWEVVEDITQEERVLLLQFVTGSSRVPHGGFANIMGGSGLQNFTIAAVPYTPNLLPTSSTCINML
KLPEYPSKEILKDRLLVALHCGSYGYTMA                                                   
>Hsap_ENSP00000264345                                                           
MLCWGYWSLGQPGISTNLQGIVAEPQVCGFISDRSVKEVACGGNHSVFLLEDGEVYTCGLNTKGQLGHEREGNKPEQIGA
LADQHIIHVACGESHSLALSDRGQLFSWGAGSDGQLGLMTTEDSVAVPRLIQKLNQQTILQVSCGNWHCLALAADGQFFT
WGKNSHGQLGLGKEFPSQASPQRVRSLEGIPLAQVAAGGAHSFALSLSGAVFGWGMNNAGQLGLSDEKDRESPCHVKLLR
TQKVVYISCGEEHTAVLTKSGGVFTFGAGSCGQLGHDSMNDEVNPRRVLELMGSEVTQIACGRQHTLAFVPSSGLIYAFG
CGARGQLGTGHTCNVKCPSPVKGYWAAHSGQLSARADRFKYHIVKQIFSGGDQTFVLCSKYENYSPAVDFRTMNQAHYTS
LINDETIAVWRQKLSEHNNANTINGVVQILSSAACWNGSFLEKKIDEHFKTSPKIPGIDLNSTRVLFEKLMNSQHSMILE
QILNSFESCLIPQLSSSPPDVEAMRIYLILPEFPLLQDSKYYITLTIPLAMAILRLDTNPSKVLDNWWSQVCPKYFMKLV
NLYKGAVLYLLRGRKTFLIPVLFNNYITAALKLLEKLYKVNLKVKHVEYDTFYIPEISNLVDIQEDYLMWFLHQAGMKAR
PSIIQDTVTLCSYPFIFDAQAKTKMLQTDAELQMQVAVNGANLQNVFMLLTLEPLLARSPFLVLHVRRNNLVGDALRELS
IHSDIDLKKPLKVIFDGEEAVDAGGVTKEFFLLLLKELLNPIYGMFTYYQDSNLLWFSDTCFVEHNWFHLIGITCGLAIY
NSTVVDLHFPLALYKKLLNVKPGLEDLKELSPTEGRSLQELLDYPGEDVEETFCLNFTICRESYGVIEQKKLIPGGDNVT
VCKDNRQEFVDAYVNYVFQISVHEWYTAFSSGFLKVCGGKVLELFQPSELRAMMVGNSNYNWEELEETAIYKGDYSATHP
TVKLFWETFHEFPLEKKKKFLLFLTGSDRIPIYGMASLQIVIQSTASGEEYLPVAHTCYNLLDLPKYSSKEILSARLTQA



LDNYEGFSLA                                                                      
>Hsap_ENSP00000264346                                                           
MYFCWGADSRELQRRRTAGSPGAELLQAASGERHSLLLLTNHRVLSCGDNSRGQLGRRGAQRGELPEPIQALETLIVDLV
SCGKEHSLAVCHKGRVFAWGAGSEGQLGIGEFKEISFTPKKIMTLNDIKIIQVSCGHYHSLALSKDSQVFSWGKNSHGQL
GLGKEFPSQASPQRVRSLEGIPLAQVAAGGAHSFALSLCGTSFGWGSNSAGQLALSGRNVPVQSNKPLSVGALKNLGVVY
ISCGDAHTAVLTQDGKVFTFGDNRSGQLGYSPTPEKRGPQLVERIDGLVSQIDCGSYHTLAYVHTTGQVVSFGHGPSDTS
KPTHPEALTENFDISCLISAEDFVDVQVKHIFAGTYANFVTTHQDTSSTRAPGKTLPEISRISQSMAEKWIAVKRRSTEH
EMAKSEIRMIFSSPACLTASFLKKRGTGETTSIDVDLEMARDTFKKLTKKEWISSMITTCLEDDLLRALPCHSPHQEALS
VFLLLPECPVMHDSKNWKNLVVPFAKAVCEMSKQSLQVLKKCWAFLQESSLNPLIQMLKAAIISQLLHQTKTEQDHCNVK
ALLGMMKELHKVNKANCRLPENTFNINELSNLLNFYIDRGRQLFRDNHLIPAETPSPVIFSDFPFIFNSLSKIKLLQADS
HIKMQMSEKKAYMLMHETILQKKDEFPPSPRFILRVRRSRLVKDALRQLSQAEATDFCKVLVVEFINEICPESGGVSSEF
FHCMFEEMTKPEYGMFMYPEMGSCMWFPAKPKPEKKRYFLFGMLCGLSLFNLNVANLPFPLALYKKLLDQKPSLEDLKEL
SPRLGKSLQEVLDDAADDIGDALCIRFSIHWDQNDVDLIPNGISIPVDQTNKRDYVSKYIDYIFNVSVKAVYEEFQRGFY
RVCEKEILRHFYPEELMTAIIGNTDYDWKQFEQNSKYEQGYQKSHPTIQLFWKAFHKLTLDEKKKFLFFLTGRDRLHARG
IQKMEIVFRCPETFSERDHPTSITCHNILSLPKYSTMERMEEALQVAINNNRGFVSPMLTQS                  
>Hsap_ENSP00000264350                                                           
MERRSRRKSRRNGRSTAGKAAATQPAKSPGAQLWLFPSAAGLHRALLRRVEVTRQLCCSPGRLAVLERGGAGVQVHQLLA
GSGGARTPKCIKLGKNMKIHSVDQGAEHMLILSSDGKPFEYDNYSMKHLRFESILQEKKIIQITCGDYHSLALSKGGELF
AWGQNLHGQLGVGRKFPSTTTPQIVEHLAGVPLAQISAGEAHSMALSMSGNIYSWGKNECGQLGLGHTESKDDPSLIEGL
DNQKVEFVACGGSHSALLTQDGLLFTFGAGKHGQLGHNSTQNELRPCLVAELVGYRVTQIACGRWHTLAYVSDLGKVFSF
GSGKDGQLGNGGTRDQLMPLPVKVSSSEELKLESHTSEKELIMIAGGNQSILLWIKKENSYVNLKRTIPTLNEGTVKRWI
ADVETKRWQSTKREIQEIFSSPACLTGSFLRKRRTTEMMPVYLDLNKARNIFKELTQKDWITNMITTCLKDNLLKRLPFH
SPPQEALEIFFLLPECPMMHISNNWESLVVPFAKVVCKMSDQSSLVLEEYWATLQESTFSKLVQMFKTAVICQLDYWDES
AEENGNVQALLEMLKKLHRVNQVKCQLPESIFQVDELLHRLNFFVEVCRRYLWKMTVDASENVQCCVIFSHFPFIFNNLS
KIKLLHTDTLLKIESKKHKAYLRSAAIEEERESEFALRPTFDLTVRRNHLIEDVLNQLSQFENEDLRKELWVSFSGEIGY
DLGGVKKEFFYCLFAEMIQPEYGMFMYPEGASCMWFPVKPKFEKKRYFFFGVLCGLSLFNCNVANLPFPLALFKKLLDQM
PSLEDLKELSPDLGKNLQTLLDDEGDNFEEVFYIHFNVHWDRNDTNLIPNGSSITVNQTNKRDYVSKYINYIFNDSVKAV
YEEFRRGFYKMCDEDIIKLFHPEELKDVIVGNTDYDWKTFEKNARYEPGYNSSHPTIVMFWKAFHKLTLEEKKKFLVFLT
GTDRLQMKDLNNMKITFCCPESWNERDPIRALTCFSVLFLPKYSTMETVEEALQEAINNNRGFG                
>Hsap_ENSP00000265428                                                           
MATASPRSDTSNNHSGRLQLQVTVSSAKLKRKKNWFGTAIYTEVVVDGEITKTAKSSSSSNPKWDEQLTVNVTPQTTLEF
QVWSHRTLKADALLGKATIDLKQALLIHNRKLERVKEQLKLSLENKNGIAQTGELTVVLDGLVIEQENITNCSSSPTIEI
QENGDALHENGEPSARTTARLAVEGTNGIDNHVPTSTLVQNSCCSYVVNGDNTPSSPSQVAARPKNTPAPKPLASEPADD
TVNGESSSFAPTDNASVTGTPVVSEENALSPNCTSTTVEDPPVQEILTSSENNECIPSTSAELESEARSILEPDTSNSRS
SSAFEAAKSRQPDGCMDPVRQQSGNANTETLPSGWEQRKDPHGRTYYVDHNTRTTTWERPQPLPPGWERRVDDRRRVYYV
DHNTRTTTWQRPTMESVRNFEQWQSQRNQLQGAMQQFNQRYLYSASMLAAENDPYGPLPPGWEKRVDSTDRVYFVNHNTK
TTQWEDPRTQGLQNEEPLPEGWEIRYTREGVRYFVDHNTRTTTFKDPRNGKSSVTKGGPQIAYERGFRWKLAHFRYLCQS
NALPSHVKINVSRQTLFEDSFQQIMALKPYDLRRRLYVIFRGEEGLDYGGLAREWFFLLSHEVLNPMYCLFEYAGKNNYC
LQINPASTINPDHLSYFCFIGRFIAMALFHGKFIDTGFSLPFYKRMLSKKLTIKDLESIDTEFYNSLIWIRDNNIEECGL
EMYFSVDMEILGKVTSHDLKLGGSNILVTEENKDEYIGLMTEWRFSRGVQEQTKAFLDGFNEVVPLQWLQYFDEKELEVM
LCGMQEVDLADWQRNTVYRHYTRNSKQIIWFWQFVKETDNEVRMRLLQFVTGTCRLPLGGFAELMGSNGPQKFCIEKVGK
DTWLPRSHTCFNRLDLPPYKSYEQLKEKLLFAIEETEGFGQE                                      
>Hsap_ENSP00000265522                                                           
MFHICPAENLYQNRFLGLAAMASPSRNSQSRRRCKEPLRYSYNPDQFHNMDLRGGPHDGVTIPRSTSDTDLVTSDSRSTL
MVSSSYYSIGHSQDLVIHWDIKEEVDAGDWIGMYLIDEVLSENFLDYKNRGVNGSHRGQIIWKIDASSYFVEPETKICFK
YYHGVSGALRATTPSVTVKNSAAPIFKSIGADETVQGQGSRRLISFSLSDFQAMGLKKGMFFNPDPYLKISIQPGKHSIF
PALPHHGQERRSKIIGNTVNPIWQAEQFSFVSLPTDVLEIEVKDKFAKSRPIIKRFLGKLSMPVQRLLERHAIGDRVVSY
TLGRRLPTDHVSGQLQFRFEITSSIHPADDEEISLSTEPESAQIQDSPMNNLMESGSGEPRSEAPESSESWKPEQLGEGS
VPDGPGNQSIELSRPAEEAAVITEAGDQGMVSVGPEGAGELLAQVQKDIQPAPSAEELAEQLDLGEEASALLLEDGEAPA
STKEEPLEEEATTQSRAGREEEEKEQEEEGDVSTLEQGEGRLQLRASVKRKSRPCSLPVSELETVIASACGDPETPRTHY
IRIHTLLHSMPSAQGGSAAEEEDGAEEESTLKDSSEKDGLSEVDTVAADPSALEEDREEPEGATPGTAHPGHSGGHFPSL
ANGAAQDGDTHPSTGSESDSSPRQGGDHSCEGCDASCCSPSCYSSSCYSTSCYSSSCYSASCYSPSCYNGNRFASHTRFS
SVDSAKISESTVFSSQDDEEEENSAFESVPDSMQSPELDPESTNGAGPWQDELAAPSGHVERSPEGLESPVAGPSNRREG
ECPILHNSQPVSQLPSLRPEHHHYPTIDEPLPPNWEARIDSHGRVFYVDHVNRTTTWQRPTAAATPDGMRRSGSIQQMEQ
LNRRYQNIQRTIATERSEEDSGSQSCEQAPAGGGGGGGSDSEAESSQSSLDLRREGSLSPVNSQKITLLLQSPAVKFITN
PEFFTVLHANYSAYRVFTSSTCLKHMILKVRRDARNFERYQHNRDLVNFINMFADTRLELPRGWEIKTDQQGKSFFVDHN
SRATTFIDPRIPLQNGRLPNHLTHRQHLQRLRSYSAGEASEVSRNRGASLLARPGHSLVAAIRSQHQHESLPLAYNDKIV
AFLRQPNIFEMLQERQPSLARNHTLREKIHYIRTEGNHGLEKLSCDADLVILLSLFEEEIMSYVPLQAAFHPGYSFSPRC
SPCSSPQNSPGLQRASARAPSPYRRDFEAKLRNFYRKLEAKGFGQGPGKIKLIIRRDHLLEGTFNQVMAYSRKELQRNKL
YVTFVGEEGLDYSGPSREFFFLLSQELFNPYYGLFEYSANDTYTVQISPMSAFVENHLEWFRFSGRILGLALIHQYLLDA
FFTRPFYKALLRLPCDLSDLEYLDEEFHQSLQWMKDNNITDILDLTFTVNEEVFGQVTERELKSGGANTQVTEKNKKEYI
ERMVKWRVERGVVQQTEALVRGFYEVVDSRLVSVFDARELELVIAGTAEIDLNDWRNNTEYRGGYHDGHLVIRWFWAAVE



RFNNEQRLRLLQFVTGTSSVPYEGFAALRGSNGLRRFCIEKWGKITSLPRAHTCFNRLDLPPYPSYSMLYEKLLTAVEET
STFGLE                                                                          
>Hsap_ENSP00000309198                                                           
MFSFEGDFKTRPKVSLGGASRKEEKASLLHRTQEERRKREEERRRLKNAIIIQSFIRGYRDRKQQYSIQRSAFDRCATLS
QSGGAFPIANGPNLTLLVRQLLFFYKQNEDSKRLIWLYQNLIKHSSLFVKQLDGSERLTCLFQIKRLMSLCCRLLQNCND
DSLNVALPMRMLEVFSSENTYLPVLQDASYVVSVIEQILHYMIHNGYYRSLYLLINSKLPSSIEYSDLSRVPIAKILLEN
VLKPLHFTYNSCPEGARQQVFTAFTEEFLAAPFTDQIFHFIIPALADAQTVFPYEPFLNALLLIESRCSRKSGGAPWLFY
FVLTVGENYLGALSEEGLLVYLRVLQTFLSQLPVSPASASCHDSASDSEEESEEADKPSSPEDGRLSVSYITEECLKKLD
TKQQTNTLLNLVWRDSASEEVFTTMASVCHTLMVQHRMMVPKVRLLYSLAFNARFLRHLWFLISSMSTRMITGSMVPLLQ
VISRGSPMSFEDSSRIIPLFYLFSSLFSHSLISIHDNEFFGDPIEVVGQRQSSMMPFTLEELIMLSRCLRDACLGIIKLA
YPETKPEVREEYITAFQSIGVTTSSEMQQCIQMEQKRWIQLFKVITNLVKMLKSRDTRRNFCPPNHWLSEQEDIKADKVT
QLYVPASRHVWRFRRMGRIGPLQSTLDVGLESPPLSVSEERQLAVLTELPFVVPFEERVKIFQRLIYADKQEVQGDGPFL
DGINVTIRRNYIYEDAYDKLSPENEPDLKKRIRVHLLNAHGLDEAGIDGGGIFREFLNELLKSGFNPNQGFFKTTNEGLL
YPNPAAQMLVGDSFARHYYFLGRMLGKALYENMLVELPFAGFFLSKLLGTSADVDIHHLASLDPEVYKNLLFLKSYEDDV
EELGLNFTVVNNDLGEAQVVELKFGGKDIPVTSANRIAYIHLVADYRLNRQIRQHCLAFRQGLANVVSLEWLRMFDQQEI
QVLISGAQVPISLEDLKSFTNYSGGYSADHPVIKVFWRVVEGFTDEEKRKLLKFVTSCSRPPLLGFKELYPAFCIHNGGS
DLERLPTASTCMNLLKLPEFYDETLLRSKLLYAIECAAGFELS                                     
>Hsap_ENSP00000340596                                                           
MFTLSQTSRAWFIDRARQAREERLVQKERERAAVVIQAHVRSFLCRSRLQRDIRREIDDFFKADDPESTKRSALCIFKIA
RKLLFLFRIKEDNERFEKLCRSILSSMDAENEPKVWYVSLACSKDLTLLWIQQIKNILWYCCDFLKQLKPEILQDSRLIT
LYLTMLVTFTDTSTWKILRGKGESLRPAMNHICANIMGHLNQHGFYSVLQILLTRGLARPRPCLSKGTLTAAFSLALRPV
IAAQFSDNLIRPFLIHIMSVPALVTHLSTVTPERLTVLESHDMLRKFIIFLRDQDRCRDVCESLEGCHTLCLMGNLLHLG
SLSPRVLEEETDGFVSLLTQTLCYCRKYVSQKKSNLTHWHPVLGWFSQSVDYGLNESMHLITKQLQFLWGVPLIRIFFCD
ILSKKLLESQEPAHAQPASPQNVLPVKSLLKRAFQKSASVRNILRPVGGKRVDSAEVQKVCNICVLYQTSLTTLTQIRLQ
ILTGLTYLDDLLPKLWAFICELGPHGGLKLFLECLNNDTEESKQLLAMLMLFCDCSRHLITILDDIEVYEEQISFKLEEL
VTISSFLNSFVFKMIWDGIVENAKGETLELFQSVHGWLMVLYERDCRRRFTPEDHWLRKDLKPSVLFQELDRDRKRAQLI
LQYIPHVIPHKNRVLLFRTMVTKEKEKLGLVETSSASPHVTHITIRRSRMLEDGYEQLRQLSQHAMKGVIRVKFVNDLGV
DEAGIDQDGVFKEFLEEIIKRVFDPALNLFKTTSGDERLYPSPTSYIHENYLQLFEFVGKMLGKAVYEGIVVDVPFASFF
LSQLLGHHHSVFYSSVDELPSLDSEFYKNLTSIKRYDGDITDLGLTLSYDEDVMGQLVCHELIPGGKTIPVTNENKISYI
HLMAHFRMHTQIKNQTAALISGFRSIIKPEWIRMFSTPELQRLISGDNAEIDLEDLKKHTVYYGGFHGSHRVIIWLWDIL
ASDFTPDERAMFLKFVTSCSRPPLLGFAYLKPPFSIRCVEVSDDQDTGDTLGSVLRGFFTIRKREPGGRLPTSSTCFNLL
KLPNYSKKSVLREKLRYAISMNTGFELS                                                    
>Hsap_ENSP00000348283                                                           
MASASSSRAGVALPFEKSQLTLKVVSAKPKVHNRQPRINSYVEVAVDGLPSETKKTGKRIGSSELLWNEIIILNVTAQSH
LDLKVWSCHTLRNELLGTASVNLSNVLKNNGGKMENMQLTLNLQTENKGSVVSGGELTIFLDGPTVDLGNVPNGSALTDG
SQLPSRDSSGTAVAPENRHQPPSTNCFGGRSRTHRHSGASARTTPATGEQSPGARSRHRQPVKNSGHSGLANGTVNDEPT
TATDPEEPSVVGVTSPPAAPLSVTPNPNTTSLPAPATPAEGEEPSTSGTQQLPAAAQAPDALPAGWEQRELPNGRVYYVD
HNTKTTTWERPLPPGWEKRTDPRGRFYYVDHNTRTTTWQRPTAEYVRNYEQWQSQRNQLQGAMQHFSQRFLYQSSSASTD
HDPLGPLPPGWEKRQDNGRVYYVNHNTRTTQWEDPRTQGMIQEPALPPGWEMKYTSEGVRYFVDHNTRTTTFKDPRPGFE
SGTKQGSPGAYDRSFRWKYHQFRFLCHSNALPSHVKISVSRQTLFEDSFQQIMNMKPYDLRRRLYIIMRGEEGLDYGGIA
REWFFLLSHEVLNPMYCLFEYAGKNNYCLQINPASSINPDHLTYFRFIGRFIAMALYHGKFIDTGFTLPFYKRMLNKRPT
LKDLESIDPEFYNSIVWIKENNLEECGLELYFIQDMEILGKVTTHELKEGGESIRVTEENKEEYIMLLTDWRFTRGVEEQ
TKAFLDGFNEVAPLEWLRYFDEKELELMLCGMQEIDMSDWQKSTIYRHYTKNSKQIQWFWQVVKEMDNEKRIRLLQFVTG
TCRLPVGGFAELIGSNGPQKFCIDKVGKETWLPRSHTCFNRLDLPPYKSYEQLREKLLYAIEETEGFGQE          
>Hsap_ENSP00000348714                                                           
MFYVIGGITVSVVAFFFTIKFLFELAARVVSFLQNEDRERRGDRTIYDYVRGNYLDPRSCKVSWDWKDPYEVGHSMAFRV
HLFYKNGQPFPAHRPVGLRVHISHVELAVEIPVTQEVLQEPNSNVVKVAFTVRKAGRYEITVKLGGLNVAYSPYYKIFQP
GMVVPSKTKIVCHFSTLVLTCGQPHTLQIVPRDEYDNPTNNSMSLRDEHNYTLSIHELGPQEEESTGVSFEKSVTSNRQT
FQVFLRLTLHSRGCFHACISYQNQPINNGEFDIIVLSEDEKNIVERNVSTSGVSIYFEAYLYNATNCSSTPWHLPPMHMT
SSQRRPSTAVDEEDEDSPSECHTPEKVKKPKKVYCYVSPKQFSVKEFYLKIIPWRLYTFRVCPGTKFSYLGPDPVHKLLT
LVVDDGIQPPVELSCKERNILAATFIRSLHKNIGGSETFQDKVNFFQRELRQVHMKRPHSKVTLKVSRHALLESSLKATR
NFSISDWSKNFEVVFQDEEALDWGGPRREWFELICKALFDTTNQLFTRFSDNNQALVHPNPNRPAHLRLKMYEFAGRLVG
KCLYESSLGGAYKQLVRARFTRSFLAQIIGLRMHYKYFETDDPEFYKSKVCFILNNDMSEMELVFAEEKYNKSGQLDKVV
ELMTGGAQTPVTNANKIFYLNLLAQYRLASQVKEEVEHFLKGLNELVPENLLAIFDENELELLMCGTGDISVSDFKAHAV
VVGGSWHFREKVMRWFWTVVSSLTQEELARLLQFTTGSSQLPPGGFAALCPSFQIIAAPTHSTLPTAHTCFNQLCLPTYD
SYEEVHRMLQLAISEGCEGFGML                                                         
>Hsap_ENSP00000354621                                                           
MSNPGTRRNGSSIKIRLTVLCAKNLAKKDFFRLPDPFAKIVVDGSGQCHSTDTVKNTLDPKWNQHYDLYVGKTDSITISV
WNHKKIHKKQGAGFLGCVRLLSNAISRLKDTGYQRLDLCKLNPSDTDAVRGQIVVSLQTRDRIGTGGSVVDCRGLLENEG
TVYEDSGPGRPLSCFMEEPAPYTDSTGAAAGGGNCRFVESPSQDQRLQAQRLRNPDVRGSLQTPQNRPHGHQSPELPEGY
EQRTTVQGQVYFLHTQTGVSTWHDPRIPSPSGTIPGGDAAFLYEFLLQGHTSEPRDLNSVNCDELGPLPPGWEVRSTVSG
RIYFVDHNNRTTQFTDPRLHHIMNHQCQLKEPSQPLPLPSEGSLEDEELPAQRYERDLVQKLKVLRHELSLQQPQAGHCR



IEVSREEIFEESYRQIMKMRPKDLKKRLMVKFRGEEGLDYGGVAREWLYLLCHEMLNPYYGLFQYSTDNIYMLQINPDSS
INPDHLSYFHFVGRIMGLAVFHGHYINGGFTVPFYKQLLGKPIQLSDLESVDPELHKSLVWILENDITPVLDHTFCVEHN
AFGRILQHELKPNGRNVPVTEENKKEYVRLYVNWRFMRGIEAQFLALQKGFNELIPQHLLKPFDQKELELIIGGLDKIDL
NDWKSNTRLKHCVADSNIVRWFWQAVETFDEERRARLLQFVTGSTRVPLQGFKALQGSTGAAGPRLFTIHLIDANTDNLP
KAHTCFNRIDIPPYESYEKLYEKLLTAVEETCGFAVE                                           
>Hsap_ENSP00000361245                                                           
MAGPGPGAVLESPRQLLGRVRFLAEAARSLRAGRPLPAALAFVPREVLYKLYKDPAGPSRVLLPVWEAEGLGLRVGAAGP
APGTGSGPLRAARDSIELRRGACVRTTGEELCNGHGLWVKLTKEQLAEHLGDCGLQEGWLLVCRPAEGGARLVPIDTPNH
LQRQQQLFGVDYRPVLRWEQVVDLTYSHRLGSRPQPAEAYAEAVQRLLYVPPTWTYECDEDLIHFLYDHLGKEDENLGSV
KQYVESIDVSSYTEEFNVSCLTDSNADTYWESDGSQCQHWVRLTMKKGTIVKKLLLTVDTTDDNFMPKRVVVYGGEGDNL
KKLSDVSIDETLIGDVCVLEDMTVHLPIIEIRIVECRDDGIDVRLRGVKIKSSRQRELGLNADLFQPTSLVRYPRLEGTD
PEVLYRRAVLLQRFIKILDSVLHHLVPAWDHTLGTFSEIKQVKQFLLLSRQRPGLVAQCLRDSESSKPSFMPRLYINRRL
AMEHRACPSRDPACKNAVFTQVYEGLKPSDKYEKPLDYRWPMRYDQWWECKFIAEGIIDQGGGFRDSLADMSEELCPSSA
DTPVPLPFFVRTANQGNGTGEARDMYVPNPSCRDFAKYEWIGQLMGAALRGKEFLVLALPGFVWKQLSGEEVSWSKDFPA
VDSVLVKLLEVMEGMDKETFEFKFGKELTFTTVLSDQQVVELIPGGAGIVVGYGDRSRFIQLVQKARLEESKEQVAAMQA
GLLKVVPQAVLDLLTWQELEKKVCGDPEVTVDALRKLTRFEDFEPSDSRVQYFWEALNNFTNEDRSRFLRFVTGRSRLPA
RIYIYPDKLGYETTDALPESSTCSSTLFLPHYASAKVCEEKLRYAAYNCVAIDTDMSPWEE                   
>Hsap_ENSP00000373696                                                           
MSNRPNNNPGGSLRRSQRNTAGAQPQDDSIGGRSHLGQAKHKGYSPPESRKSNSKAPKVQSNTTSELSRGHLSKRSCSSS
SAVIVPQPEDPDRANTSERQKTGQVPKKDNSRGVKRSASPDYNRTNSPSSAKKPKALQHTESPSETNKPHSKSKKRHLDQ
EQQLKSAQSPSTSKAHTRKSGATGGSRSQKRKRTESSCVKSGSGSESTGAEERSAKPTKLASKSATSAKAGCSTITDSSS
AASTSSSSSAVASASSTVPPGARVKQGKDQNKARRSRSASSPSPRRSSREKEQSKTGGSSKFDWAARFSPKVSLPKTKLS
LPGSSKSETSKPGPSGLQAKLASLRKSTKKRSESPPAELPSLRRSTRQKTTGSCASTSRRGSGLGKRGAAEARRQEKMAD
PESNQEAVNSSAARTDEAPQGAAASSSVAGAVGMTTSGESESDDSEMGRLQALLEARGLPPHLFGPLGPRMSQLFHRTIG
SGASSKAQQLLQGLQASDESQQLQAVIEMCQLLVMGNEETLGGFPVKSVVPALITLLQMEHNFDIMNHACRALTYMMEAL
PRSSAVVVDAIPVFLEKLQVIQCIDVAEQALTALEMLSRRHSKAILQAGGLADCLLYLEFFSINAQRNALAIAANCCQSI
TPDEFHFVADSLPLLTQRLTHQDKKSVESTCLCFARLVDNFQHEENLLQQVASKDLLTNVQQLLVVTPPILSSGMFIMVV
RMFSLMCSNCPTLAVQLMKQNIAETLHFLLCGASNGSCQEQIDLVPRSPQELYELTSLICELMPCLPKEGIFAVDTMLKK
GNAQNTDGAIWQWRDDRGLWHPYNRIDSRIIEQINEDTGTARAIQRKPNPLANSNTSGYSESKKDDARAQLMKEDPELAK
SFIKTLFGVLYEVYSSSAGPAVRHKCLRAILRIIYFADAELLKDVLKNHAVSSHIASMLSSQDLKIVVGALQMAEILMQK
LPDIFSVYFRREGVMHQVKHLAESESLLTSPPKACTNGSGSMGSTTSVSSGTATAATHAAADLGSPSLQHSRDDSLDLSP
QGRLSDVLKRKRLPKRGPRRPKYSPPRDDDKVDNQAKSPTTTQSPKSSFLASLNPKTWGRLSTQSNSNNIEPARTAGGSG
LARAASKDTISNNREKIKGWIKEQAHKFVERYFSSENMDGSNPALNVLQRLCAATEQLNLQVDGGAECLVEIRSIVSESD
VSSFEIQHSGFVKQLLLYLTSKSEKDAVSREIRLKRFLHVFFSSPLPGEEPIGRVEPVGNAPLLALVHKMNNCLSQMEQF
PVKVHDFPSGNGTGGSFSLNRGSQALKFFNTHQLKCQLQRHPDCANVKQWKGGPVKIDPLALVQAIERYLVVRGYGRVRE
DDEDSDDDGSDEEIDESLAAQFLNSGNVRHRLQFYIGEHLLPYNMTVYQAVRQFSIQAEDERESTDDESNPLGRAGIWTK
THTIWYKPVREDEESNKDCVGGKRGRAQTAPTKTSPRNAKKHDELWHDGVCPSVSNPLEVYLIPTPPENITFEDPSLDVI
LLLRVLHAISRYWYYLYDNAMCKEIIPTSEFINSKLTAKANRQLQDPLVIMTGNIPTWLTELGKTCPFFFPFDTRQMLFY
VTAFDRDRAMQRLLDTNPEINQSDSQDSRVAPRLDRKKRTVNREELLKQAESVMQDLGSSRAMLEIQYENEVGTGLGPTL
EFYALVSQELQRADLGLWRGEEVTLSNPKGSQEGTKYIQNLQGLFALPFGRTAKPAHIAKVKMKFRFLGKLMAKAIMDFR
LVDLPLGLPFYKWMLRQETSLTSHDLFDIDPVVARSVYHLEDIVRQKKRLEQDKSQTKESLQYALETLTMNGCSVEDLGL
DFTLPGFPNIELKKGGKDIPVTIHNLEEYLRLVIFWALNEGVSRQFDSFRDGFESVFPLSHLQYFYPEELDQLLCGSKAD
TWDAKTLMECCRPDHGYTHDSRAVKFLFEILSSFDNEQQRLFLQFVTGSPRLPVGGFRSLNPPLTIVRKTFESTENPDDF
LPSVMTCVNYLKLPDYSSIEIMREKLLIAAREGQQSFHLS                                        
>Hsap_ENSP00000378624                                                           
MLCWGNASFGQLGLGGIDEEIVLEPRKSDFFINKRVRDVGCGLRHTVFVLDDGTVYTCGCNDLGQLGHEKSRKKPEQVVA
LDAQNIVAVSCGEAHTLALNDKGQVYAWGLDSDGQLGLVGSEECIRVPRNIKSLSDIQIVQVACGYYHSLALSKASEVFC
WGQNKYGQLGLGTDCKKQTSPQLLKSLLGIPFMQVAAGGAHSFVLTLSGAIFGWGRNKFGQLGLNDENDRYVPNLLKSLR
SQKIVYICCGEDHTAALTKEGGVFTFGAGGYGQLGHNSTSHEINPRKVFELMGSIVTEIACGRQHTSAFVPSSGRIYSFG
LGGNGQLGTGSTSNRKSPFTVKGNWYPYNGQCLPDIDSEEYFCVKRIFSGGDQSFSHYSSPQNCGPPDDFRCPNPTKQIW
TVNEALIQKWLSYPSGRFPVEIANEIDGTFSSSGCLNGSFLAVSNDDHYRTGTRFSGVDMNAARLLFHKLIQPDHPQISQ
QVAASLEKNLIPKLTSSLPDVEALRFYLTLPECPLMSDSNNFTTIAIPFGTALVNLEKAPLKVLENWWSVLEPPLFLKIV
ELFKEVVVHLLKLYKIGIPPSERRIFNSFLHTALKVLEILHRVNEKMGQIIQYDKFYIHEVQELIDIRNDYINWVQQQAY
GMDVNHGLTELADIPVTICTYPFVFDAQAKTTLLQTDAVLQMQMAIDQAHRQNVSSLFLPVIESVNPCLILVVRRENIVG
DAMEVLRKTKNIDYKKPLKVIFVGEDAVDAGGVRKEFFLLIMRELLDPKYGMFRYYEDSRLIWFSDKTFEDSDLFHLIGV
ICGLAIYNCTIVDLHFPLALYKKLLKKKPSLDDLKELMPDVGRSMQQLLDYPEDDIEETFCLNFTITVENFGATEVKELV
LNGADTAVNKQNRQEFVDAYVDYIFNKSVASLFDAFHAGFHKVCGGKVLLLFQPNELQAMVIGNTNYDWKELEKNTEYKG
EYWAEHPTIKIFWEVFHELPLEKKKQFLLFLTGSDRIPILGMKSLKLVIQSTGGGEEYLPVSHTCFNLLDLPKYTEKETL
RSKLIQAIDHNEGFSLI                                                               
>Hsap_ENSP00000381045                                                           
MEKLHQCYWKSGEPQSDDIEASRMKRAAAKHLIERYYHQLTEGCGNEACTNEFCASCPTFLRMDNNAAAIKALELYKINA
KLCDPHPSKKGASSAYLENSKGAPNNSCSEIKMNKKGARIDFKDVTYLTEEKVYEILELCREREDYSPLIRVIGRVFSSA



EALVQSFRKVKQHTKEELKSLQAKDEDKDEDEKEKAACSAAAMEEDSEASSSRIGDSSQGDNNLQKLGPDDVSVDIDAIR
RVYTRLLSNEKIETAFLNALVYLSPNVECDLTYHNVYSRDPNYLNLFIIVMENRNLHSPEYLEMALPLFCKAMSKLPLAA
QGKLIRLWSKYNADQIRRMMETFQQLITYKVISNEFNSRNLVNDDDAIVAASKCLKMVYYANVVGGEVDTNHNEEDDEEP
IPESSELTLQELLGEERRNKKGPRVDPLETELGVKTLDCRKPLIPFEEFINEPLNEVLEMDKDYTFFKVETENKFSFMTC
PFILNAVTKNLGLYYDNRIRMYSERRITVLYSLVQGQQLNPYLRLKVRRDHIIDDALVRLEMIAMENPADLKKQLYVEFE
GEQGVDEGGVSKEFFQLVVEEIFNPDIGMFTYDESTKLFWFNPSSFETEGQFTLIGIVLGLAIYNNCILDVHFPMVVYRK
LMGKKGTFRDLGDSHPVLYQSLKDLLEYEGNVEDDMMITFQISQTDLFGNPMMYDLKENGDKIPITNENRKEFVNLYSDY
ILNKSVEKQFKAFRRGFHMVTNESPLKYLFRPEEIELLICGSRNLDFQALEETTEYDGGYTRDSVLIREFWEIVHSFTDE
QKRLFLQFTTGTDRAPVGGLGKLKMIIAKNGPDTERLPTSHTCFNVLLLPEYSSKEKLKERLLKAITYAKGFGML     
>Hsap_ENSP00000383199                                                           
MATGLGEPVYGLSEDEGESRILRVKVVSGIDLAKKDIFGASDPYVKLSLYVADENRELALVQTKTIKKTLNPKWNEEFYF
RVNPSNHRLLFEVFDENRLTRDDFLGQVDVPLSHLPTEDPTMERPYTFKDFLLRPRSHKSRVKGFLRLKMAYMPKNGGQD
EENSDQRDDMEHGWEVVDSNDSASQHQEELPPPPLPPGWEEKVDNLGRTYYVNHNNRTTQWHRPSLMDVSSESDNNIRQI
NQEAAHRRFRSRRHISEDLEPEPSEGGDVPEPWETISEEVNIAGDSLGLALPPPPASPGSRTSPQELSEELSRRLQITPD
SNGEQFSSLIQREPSSRLRSCSVTDAVAEQGHLPPPSAPAGRARSSTVTGGEEPTPSVAYVHTTPGLPSGWEERKDAKGR
TYYVNHNNRTTTWTRPIMQLAEDGASGSATNSNNHLIEPQIRRPRSLSSPTVTLSAPLEGAKDSPVRRAVKDTLSNPQSP
QPSPYNSPKPQHKVTQSFLPPGWEMRIAPNGRPFFIDHNTKTTTWEDPRLKFPVHMRSKTSLNPNDLGPLPPGWEERIHL
DGRTFYIDHNSKITQWEDPRLQNPAITGPAVPYSREFKQKYDYFRKKLKKPADIPNRFEMKLHRNNIFEESYRRIMSVKR
PDVLKARLWIEFESEKGLDYGGVAREWFFLLSKEMFNPYYGLFEYSATDNYTLQINPNSGLCNEDHLSYFTFIGRVAGLA
VFHGKLLDGFFIRPFYKMMLGKQITLNDMESVDSEYYNSLKWILENDPTELDLMFCIDEENFGQTYQVDLKPNGSEIMVT
NENKREYIDLVIQWRFVNRVQKQMNAFLEGFTELLPIDLIKIFDENELELLMCGLGDVDVNDWRQHSIYKNGYCPNHPVI
QWFWKAVLLMDAEKRIRLLQFVTGTSRVPMNGFAELYGSNGPQLFTIEQWGSPEKLPRAHTCFNRLDLPPYETFEDLREK
LLMAVENAQGFEGVD                                                                 
>Hsap_ENSP00000390158                                                           
MATMIPPVKLKWLEHLNSSWITEDSESIATREGVAVLYSKLVSNKEVVPLPQQVLCLKGPQLPDFERESLSSDEQDHYLD
ALLSSQLALAKMVCSDSPFAGALRKRLLVLQRVFYALSNKYHDKGKVKQQQHSPESSSGSADVHSVSERPRSSTDALIEM
GVRTGLSLLFALLRQSWMMPVSGPGLSLCNDVIHTAIEVVSSLPPLSLANESKIPPMGLDCLSQVTTFLKGVTIPNSGAD
TLGRRLASELLLGLAAQRGSLRYLLEWIEMALGASAVVHTMEKGKLLSSQEGMISFDCFMTILMQMRRSLGSSADRSQWR
EPTRTSDGLCSLYEAALCLFEEVCRMASDYSRTCASPDSIQTGDAPIVSETCEVYVWGSNSSHQLVEGTQEKILQPKLAP
SFSDAQTIEAGQYCTFVISTDGSVRACGKGSYGRLGLGDSNNQSTLKKLTFEPHRSIKKVSSSKGSDGHTLAFTTEGEVF
SWGDGDYGKLGHGNSSTQKYPKLIQGPLQGKVVVCVSAGYRHSAAVTEDGELYTWGEGDFGRLGHGDSNSRNIPTLVKDI
SNVGEVSCGSSHTIALSKDGRTVWSFGGGDNGKLGHGDTNRVYKPKVIEALQGMFIRKVCAGSQSSLALTSTGQVYAWGC
GACLGCGSSEATALRPKLIEELAATRIVDVSIGDSHCLALSHDNEVYAWGNNSMGQCGQGNSTGPITKPKKVSGLDGIAI
QQISAGTSHSLAWTALPRDRQVVAWHRPYCVDLEESTFSHLRSFLERYCDKINSEIPPLPFPSSREHHSFLKLCLKLLSN
HLALALAGGVATSILGRQAGPLRNLLFRLMDSTVPDEIQEVVIETLSVGATMLLPPLRERMELLHSLLPQGPDRWESLSK
GQRMQLDIILTSLQDHTHVASLLGYSSPSDAADLSSVCTGYGNLSDQPYGTQSCHPDTHLAEILMKTLLRNLGFYTDQAF
GELEKNSDKFLLGTSSSENSQPAHLHELLCSLQKQLLAFCHINNISENSSSVALLHKHLQLLLPHATDIYSRSANLLKES
PWNGSVGEKLRDVIYVSAAGSMLCQIVNSLLLLPVSVARPLLSYLLDLLPPLDCLNRLLPAADLLEDQELQWPLHGGPEL
IDPAGLPLPQPAQSWVWLVDLERTIALLIGRCLGGMLQGSPVSPEEQDTAYWMKTPLFSDGVEMDTPQLDKCMSCLLEVA
LSGNEEQKPFDYKLRPEIAVYVDLALGCSKEPARSLWISMQDYAVSKDWDSATLSNESLLDTVSRFVLAALLKHTNLLSQ
ACGESRYQPGKHLSEVYRCVYKVRSRLLACKNLELIQTRSSSRDRWISENQDSADVDPQEHSFTRTIDEEAEMEEQAERD
REEGHPEPEDEEEEREHEVMTAGKIFQCFLSAREVARSRDRDRMNSGAGSGARADDPPPQSQQERRVSTDLPEGQDVYTA
ACNSVIHRCALLILGVSPVIDELQKRREEGQLQQPSTSASEGGGLMTRSESLTAESRLVHTSPNYRLIKSRSESDLSQPE
SDEEGYALSGRRNVDLDLAASHRKRGPMHSQLESLSDSWARLKHSRDWLCNSSYSFESDFDLTKSLGVHTLIENVVSFVS
GDVGNAPGFKEPEESMSTSPQASIIAMEQQQLRAELRLEALHQILVLLSGMEEKGSISLAGSRLSSGFQSSTLLTSVRLQ
FLAGCFGLGTVGHTGGKGESGRLHHYQDGIRAAKRNIQIEIQVAVHKIYQQLSATLERALQANKHHIEAQQRLLLVTVFA
LSVHYQPVDVSLAISTGLLNVLSQLCGTDTMLGQPLQLLPKTGVSQLSTALKVASTRLLQILAITTGTYADKLSPKVVQS
LLDLLCSQLKNLLSQTGVLHMASFGEGEQEDGEEEEKKVDSSGETEKKDFRAALRKQHAAELHLGDFLVFLRRVVSSKAI
QSKMASPKWTEVLLNIASQKCSSGIPLVGNLRTRLLALHVLEAVLPACESGVEDDQMAQIVERLFSLLSDCMWETPIAQA
KHAIQIKEKEQEIKLQKQGELEEEDENLPIQEVSFDPEKAQCCLVENGQILTHGSGGKGYGLASTGVTSGCYQWKFYIVK
ENRGNEGTCVGVSRWPVHDFNHRTTSDMWLYRAYSGNLYHNGEQTLTLSSFTQGDFITCVLDMEARTISFGKNGEEPKLA
FEDVDAAELYPCVMFYSSNPGEKVKICDMQMRGTPRDLLPGDPICSPVAAVLAEATIQLIRILHRTDRWTYCINKKMMER
LHKIKICIKESGQKLKKSRSVQSREENEMREEKESKEEEKGKHTRHGLADLSELQLRTLCIEVWPVLAVIGGVDAGLRVG
GRCVHKQTGRHATLLGVVKEGSTSAKVQWDEAEITISFPTFWSPSDTPLYNLEPCEPLPFDVARFRGLTASVLLDLTYLT
GVHEDMGKQSTKRHEKKHRHESEEKGDVEQKPESESALDMRTGLTSDDVKSQSTTSSKSENEIASFSLDPTLPSVESQHQ
ITEGKRKNHEHMSKNHDVAQSEIRAVQLSYLYLGAMKSLSALLGCSKYAELLLIPKVLAENGHNSDCASSPVVHEDVEMR
AALQFLMRHMVKRAVMRSPIKRALGLADLERAQAMIYKLVVHGLLEDQFGGKIKQEIDQQAEESDPAQQAQTPVTTSPSA
SSTTSFMSSSLEDTTTATTPVTDTETVPASESPGVMPLSLLRQMFSSYPTTTVLPTRRAQTPPISSLPTSPSDEVGRRQS
LTSPDSQSARPANRTALSDPSSRLSTSPPPPAIAVPLLEMGFSLRQIAKAMEATGARGEADAQNITVLAMWMIEHPGHED
EEEPQSGSTADSRPGAAVLGSGGKSNDPCYLQSPGDIPSADAAEMEEGFSESPDNLDHTENAASGSGPSARGRSAVTRRH
KFDLAARTLLARAAGLYRSVQAHRNQSRREGISLQQDPGALYDFNLDEELEIDLDDEAMEAMFGQDLTSDNDILGMWIPE
VLDWPTWHVCESEDREEVVVCELCECSVVSFNQHMKRNHPGCGRSANRQGYRSNGSYVDGWFGGECGSGNPYYLLCGTCR



EKYLAMKTKSKSTSSERYKGQAPDLIGKQDSVYEEDWDMLDVDEDEKLTGEEEFELLAGPLGLNDRRIVPEPVQFPDSDP
LGASVAMVTATNSMEETLMQIGCHGSVEKSSSGRITLGEQAAALANPHDRVVALRRVTAAAQVLLARTMVMRALSLLSVS
GSSCSLAAGLESLGLTDIRTLVRLMCLAAAGRAGLSTSPSAMASTSERSRGGHSKANKPISCLAYLSTAVGCLASNAPSA
AKLLVQLCTQNLISAATGVNLTTVDDSIQRKFLPSFLRGIAEENKLVTSPNFVVTQALVALLADKGAKLRPNYDKSEVEK
KGPLELANALAACCLSSRLSSQHRQWAAQQLVRTLAAHDRDNQTTLQTLADMGGDLRKCSFIKLEAHQNRVMTCVWCNKK
GLLATSGNDGTIRVWNVTKKQYSLQQTCVFNRLEGDAEESLGSPSDPSFSPVSWSISGKYLAGALEKMVNIWQVNGGKGL
VDIQPHWVSALAWPEEGPATAWSGESPELLLVGRMDGSLGLIEVVDVSTMHRRELEHCYRKDVSVTCIAWFSEDRPFAVG
YFDGKLLLGTKEPLEKGGIVLIDAHKDTLISMKWDPTGHILMTCAKEDSVKLWGSISGCWCCLHSLCHPSIVNGIAWCRL
PGKGSKLQLLMATGCQSGLVCVWRIPQDTTQTNVTSAEGWWEQESNCQDGYRKSSGAKCVYQLRGHITPVRTVAFSSDGL
ALVSGGLGGLMNIWSLRDGSVLQTVVIGSGAIQTTVWIPEVGVAACSNRSKDVLVVNCTAEWAAANHVLATCRTALKQQG
VLGLNMAPCMRAFLERLPMMLQEQYAYEKPHVVCGDQLVHSPYMQCLASLAVGLHLDQLLCNPPVPPHHQNCLPDPASWN
PNEWAWLECFSTTIKAAEALTNGAQFPESFTVPDLEPVPEDELVFLMDNSKWINGMDEQIMSWATSRPEDWHLGGKCDVY
LWGAGRHGQLAEAGRNVMVPAAAPSFSQAQQVICGQNCTFVIQANGTVLACGEGSYGRLGQGNSDDLHVLTVISALQGFV
VTQLVTSCGSDGHSMALTESGEVFSWGDGDYGKLGHGNSDRQRRPRQIEALQGEEVVQMSCGFKHSAVVTSDGKLFTFGN
GDYGRLGLGNTSNKKLPERVTALEGYQIGQVACGLNHTLAVSADGSMVWAFGDGDYGKLGLGNSTAKSSPQKIDVLCGIG
IKKVACGTQFSVALTKDGHVYTFGQDRLIGLPEGRARNHNRPQQIPVLAGVIIEDVAVGAEHTLALASNGDVYAWGSNSE
GQLGLGHTNHVREPTLVTGLQGKNVRQISAGRCHSAAWTAPPVPPRAPGVSVPLQLGLPDTVPPQYGALREVSIHTVRAR
LRLLYHFSDLMYSSWRLLNLSPNNQNSTSHYNAGTWGIVQGQLRPLLAPRVYTLPMVRSIGKTMVQGKNYGPQITVKRIS
TRGRKCKPIFVQIARQVVKLNASDLRLPSRAWKVKLVGEGADDAGGVFDDTITEMCQELETGIVDLLIPSPNATAEVGYN
RDRFLFNPSACLDEHLMQFKFLGILMGVAIRTKKPLDLHLAPLVWKQLCCVPLTLEDLEEVDLLYVQTLNSILHIEDSGI
TEESFHEMIPLDSFVGQSADGKMVPIIPGGNSIPLTFSNRKEYVERAIEYRLHEMDRQVAAVREGMSWIVPVPLLSLLTA
KQLEQMVCGMPEISVEVLKKVVRYREVDEQHQLVQWFWHTLEEFSNEERVLFMRFVSGRSRLPANTADISQRFQIMKVDR
PYDSLPTSQTCFFQLRLPPYSSQLVMAERLRYAINNCRSIDMDNYMLSRNVDNAEGSDTDY                   
>Hsap_ENSP00000401023                                                           
MSEAVRVPSPATPLVVAAPAPEERKGKESEREKLPPIVSAGAGATAGLDRGAKGQISTFSSFISAVSPKKEAAENRSSPA
HLVFPNIKNVREPPPICLDVRQKQRTSMDASSSEMKAPVLPEPILPIQPKTVKDFQEDVEKVKSSGDWKAVHDFYLTTFD
SFPELNAAFKKDATASFNTIEDSGINAKFVNAVYDTLLNTPQDVQKTVLKGIINSLLREWKGPRTKDDLRAYFILLQNPQ
FNNTSTYVIYAHLLRQIATLVEADHHFLVHWFKKQYSRLSQKRFKQLVERLLQFISLRLFPAKPEEFPPITKCSWWIPSA
AKVLALLNTANNLVHPPLIPYTDFYNSTLDHIDLMEEYHTWQNFGNSHRFSFCQYPFVISVAAKKIIIQRDSEQQMINIA
RQSLVDKVSRRQRPDMNILFLNMKVRRTHLVSDSLDELTRKRADLKKKLKVTFVGEAGLDMGGLTKEWFLLLIRQIFHPD
YGMFTYHKDSHCHWFSSFKCDNYSEFRLVGILMGLAVYNSITLDIRFPPCCYKKLLSPPIIPSDQNIPVGICNVTVDDLC
QIMPELAHGLSELLSHEGNVEEDFYSTFQVFQEEFGIIKSYNLKPGGDKISVTNQNRKEYVQLYTDFLLNKSIYKQFAAF
YYGFHSVCASNALMLLRPEEVEILVCGSPDLDMHALQRSTQYDGYAKTDLTIKYFWDVVLGFPLDLQKKLLHFTTGSDRV
PVGGMADLNFKISKNETSTNCLPVAHTCFNQLCLPPYKSKKDLKQKLIIGISNSEGFGLE                    
>Hsap_ENSP00000424827                                                           
MAQSLRLHFAARRSNTYPLSETSGDDLDSHVHMCFKRPTRISTSNVVQMKLTPRQTALAPLIKENVQSQERSSVPSSENV
NKKSSCLQISLQPTRYSGYLQSSNVLADSDDASFTCILKDGIYSSAVVDNELNAVNDGHLVSSPAICSGSLSNFSTSDNG
SYSSNGSDFGSCASITSGGSYTNSVISDSSSYTFPPSDDTFLGGNLPSDSTSNRSVPNRNTTPCEIFSRSTSTDPFVQDD
LEHGLEIMKLPVSRNTKIPLKRYSSLVIFPRSPSTTRPTSPTSLCTLLSKGSYQTSHQFIISPSEIAHNEDGTSAKGFLS
TAVNGLRLSKTICTPGEVRDIRPLHRKGSLQKKIVLSNNTPRQTVCEKSSEGYSCVSVHFTQRKAATLDCETTNGDCKPE
MSEIKLNSDSEYIKLMHRTSACLPSSQNVDCQININGELERPHSQMNKNHGILRRSISLGGAYPNISCLSSLKHNCSKGG
PSQLLIKFASGNEGKVDNLSRDSNRDCTNELSNSCKTRDDFLGQVDVPLYPLPTENPRLERPYTFKDFVLHPRSHKSRVK
GYLRLKMTYLPKTSGSEDDNAEQAEELEPGWVVLDQPDAACHLQQQQEPSPLPPGWEERQDILGRTYYVNHESRRTQWKR
PTPQDNLTDAENGNIQLQAQRAFTTRRQISEETESVDNRESSENWEIIREDEATMYSNQAFPSPPPSSNLDVPTHLAEEL
NARLTIFGNSAVSQPASSSNHSSRRGSLQAYTFEEQPTLPVLLPTSSGLPPGWEEKQDERGRSYYVDHNSRTTTWTKPTV
QATVETSQLTSSQSSAGPQSQASTSDSGQQVTQPSEIEQGFLPKGWEVRHAPNGRPFFIDHNTKTTTWEDPRLKIPAHLR
GKTSLDTSNDLGPLPPGWEERTHTDGRIFYINHNIKRTQWEDPRLENVAITGPAVPYSRDYKRKYEFFRRKLKKQNDIPN
KFEMKLRRATVLEDSYRRIMGVKRADFLKARLWIEFDGEKGLDYGGVAREWFFLISKEMFNPYYGLFEYSATDNYTLQIN
PNSGLCNEDHLSYFKFIGRVAGMAVYHGKLLDGFFIRPFYKMMLHKPITLHDMESVDSEYYNSLRWILENDPTELDLRFI
IDEELFGQTHQHELKNGGSEIVVTNKNKKEYIYLVIQWRFVNRIQKQMAAFKEGFFELIPQDLIKIFDENELELLMCGLG
DVDVNDWREHTKYKNGYSANHQVIQWFWKAVLMMDSEKRIRLLQFVTGTSRVPMNGFAELYGSNGPQSFTVEQWGTPEKL
PRAHTCFNRLDLPPYESFEELWDKLQMAIENTQGFDGVD                                         
>Hsap_ENSP00000429084                                                           
MTSIHFVVHPLPGTEDQLNDRLREVSEKLNKYNLNSHPPLNVLEQATIKQCVVGPNHAAFLLEDGRVCRIGFSVQPDRLE
LGKPDNNDGSKLNSNSGAGRTSRPGRTSDSPWFLSGSETLGRLAGNTLGSRWSSGVGGSGGGSSGRSSAGARDSRRQTRV
IRTGRDRGSGLLGSQPQPVIPASVIPEELISQAQVVLQGKSRSVIIRELQRTNLDVNLAVNNLLSRDDEDGDDGDDTASE
SYLPGEDLMSLLDADIHSAHPSVIIDADAMFSEDISYFGYPSFRRSSLSRLGSSRVLLLPLERDSELLRERESVLRLRER
RWLDGASFDNERGSTSKEGEPNLDKKNTPVQSPVSLGEDLQWWPDKDGTKFICIGALYSELLAVSSKGELYQWKWSESEP
YRNAQNPSLHHPRATFLGLTNEKIVLLSANSIRATVATENNKVATWVDETLSSVASKLEHTAQTYSELQGERIVSLHCCA
LYTCAQLENSLYWWGVVPFSQRKKMLEKARAKNKKPKSSAGISSMPNITVGTQVCLRNNPLYHAGAVAFSISAGIPKVGV
LMESVWNMNDSCRFQLRSPESLKNMEKASKTTEAKPESKQEPVKTEMGPPPSPASTCSDASSIASSASMPYKRRRSTPAP
KEEEKVNEEQWSLREVVFVEDVKNVPVGKVLKVDGAYVAVKFPGTSSNTNCQNSSGPDADPSSLLQDCRLLRIDELQVVK



TGGTPKVPDCFQRTPKKLCIPEKTEILAVNVDSKGVHAVLKTGNWVRYCIFDLATGKAEQENNFPTSSIAFLGQNERNVA
IFTAGQESPIILRDGNGTIYPMAKDCMGGIRDPDWLDLPPISSLGMGVHSLINLPANSTIKKKAAVIIMAVEKQTLMQHI
LRCDYEACRQYLMNLEQAVVLEQNLQMLQTFISHRCDGNRNILHACVSVCFPTSNKETKEEEEAERSERNTFAERLSAVE
AIANAISVVSSNGPGNRAGSSSSRSLRLREMMRRSLRAAGLGRHEAGASSSDHQDPVSPPIAPPSWVPDPPAMDPDGDID
FILAPAVGSLTTAATGTGQGPSTSTIPGPSTEPSVVESKDRKANAHFILKLLCDSVVLQPYLRELLSAKDARGMTPFMSA
VSGRAYPAAITILETAQKIAKAEISSSEKEEDVFMGMVCPSGTNPDDSPLYVLCCNDTCSFTWTGAEHINQDIFECRTCG
LLESLCCCTECARVCHKGHDCKLKRTSPTAYCDCWEKCKCKTLIAGQKSARLDLLYRLLTATNLVTLPNSRGEHLLLFLV
QTVARQTVEHCQYRPPRIREDRNRKTASPEDSDMPDHDLEPPRFAQLALERVLQDWNALKSMIMFGSQENKDPLSASSRI
GHLLPEEQVYLNQQSGTIRLDCFTHCLIVKCTADILLLDTLLGTLVKELQNKYTPGRREEAIAVTMRFLRSVARVFVILS
VEMASSKKKNNFIPQPIGKCKRVFQALLPYAVEELCNVAESLIVPVRMGIARPTAPFTLASTSIDAMQGSEELFSVEPLP
PRPSSDQSSSSSQSQSSYIIRNPQQRRISQSQPVRGRDEEQDDIVSADVEEVEVVEGVAGEEDHHDEQEEHGEENAEAEG
QHDEHDEDGSDMELDLLAAAETESDSESNHSNQDNASGRRSVVTAATAGSEAGASSVPAFFSEDDSQSNDSSDSDSSSSQ
SDDIEQETFMLDEPLERTTNSSHANGAAQAPRSMQWAVRNTQHQRAASTAPSSTSTPAASSAGLIYIDPSNLRRSGTIST
SAAAAAAALEASNASSYLTSASSLARAYSIVIRQISDLMGLIPKYNHLVYSQIPAAVKLTYQDAVNLQNYVEEKLIPTWN
WMVSIMDSTEAQLRYGSALASAGDPGHPNHPLHASQNSARRERMTAREEASLRTLEGRRRATLLSARQGMMSARGDFLNY
ALSLMRSHNDEHSDVLPVLDVCSLKHVAYVFQALIYWIKAMNQQTTLDTPQLERKRTRELLELGIDNEDSEHENDDDTNQ
SATLNDKDDDSLPAETGQNHPFFRRSDSMTFLGCIPPNPFEVPLAEAIPLADQPHLLQPNARKEDLFGRPSQGLYSSSAS
SGKCLMEVTVDRNCLEVLPTKMSYAANLKNVMNMQNRQKKEGEEQPVLPEETESSKPGPSAHDLAAQLKSSLLAEIGLTE
SEGPPLTSFRPQCSFMGMVISHDMLLGRWRLSLELFGRVFMEDVGAEPGSILTELGGFEVKESKFRREMEKLRNQQSRDL
SLEVDRDRDLLIQQTMRQLNNHFGRRCATTPMAVHRVKVTFKDEPGEGSGVARSFYTAIAQAFLSNEKLPNLECIQNANK
GTHTSLMQRLRNRGERDREREREREMRRSSGLRAGSRRDRDRDFRRQLSIDTRPFRPASEGNPSDDPEPLPAHRQALGER
LYPRVQAMQPAFASKITGMLLELSPAQLLLLLASEDSLRARVDEAMELIIAHGRENGADSILDLGLVDSSEKVQQENRKR
HGSSRSVVDMDLDDTDDGDDNAPLFYQPGKRGFYTPRPGKNTEARLNCFRNIGRILGLCLLQNELCPITLNRHVIKVLLG
RKVNWHDFAFFDPVMYESLRQLILASQSSDADAVFSAMDLAFAIDLCKEEGGGQVELIPNGVNIPVTPQNVYEYVRKYAE
HRMLVVAEQPLHAMRKGLLDVLPKNSLEDLTAEDFRLLVNGCGEVNVQMLISFTSFNDESGENAEKLLQFKRWFWSIVEK
MSMTERQDLVYFWTSSPSLPASEEGFQPMPSITIRPPDDQHLPTANTCISRLYVPLYSSKQILKQKLLLAIKTKNFGFV 
>Hsap_ENSP00000449784                                                           
MGLLLVFPLIQSQSRTDPSLCNITAEVLLNCLRDCQPLSLTKEPADCLNGIETLLCSWLEETSDTGRHIPHKQKENAAAA
LVALACARGSLKTFVHTVHLLQKQTDLGSLPVADVLYRLLLLEGGPGSPSCLLGGKHIVSWGYEDMLPAPDSNTGSSSEN
KDADLGRCLTADGLYLYTTNSVGRGVSKLGSGLHGTLRGFVYCRNEELEPGWVAFGSGSLLHRPVSFDNKPHSLFQVIDQ
NTLQVCQVVPMPANHLPIGSTMSTVHLSSDGTYFYWIWSPASLNEKTPKGHSVFMDIFELVVENGVFVANPLQERTILMR
KEGESAKSINEMLLSRLSRYRASPSATLAALTGSTISNTLKEDQAANTSCGLPLKMLRKTPIYTCGTYLVMLVPPPGGSG
SSATRSLFGGTSGLSSLKILASSLVYNISDGQFTSRADLIDAAGSSLGRGALVPGLGACYDTVNNMLWTCSNDYIDQWCN
PGNQAFHYVCQRLGVSHIITEPKEEAITTNEVINQLLHHVGAMCIHQLNLLATNPNLPITSVLGKQHPIEAHHLSSICDI
MEKAMVNGDTCIIRCILVVFQVVFKFFFSPQTERNRDIIRRSGLLLWQLLMAPKDQICPEIQKEVCLAISSGLNILYPGE
TEINNLLKLVLTEGERNSGLSQLRDVILTNLAEQLQNNRFGSDEDDHYRLNDELLHYILKIVVRESCILITKCQTVSKDD
FQKLLSTVPAASSCLRYLMAVQNHLLSNTILIKPDENDDSDSSLQGETLKELKVSILALATQILTGCDEVLEMLQQVTTA
LINSDIADREQRLKGLEQVTKATMLGHLLPVLLTSLMHPNLQTLIMADALMPQLVQLVLYTSQTALLLKTQCPVFAEVGC
SPCGAPDQKCRLFPDERMLEEKEEPGFLTGLKIPAPWAAGKTVETVHPVRDNYKFKETVHIPGARCLYLRFDSRCSSQYD
YDKLVIYAGPNTNSRKVAEYGGNTLGYGSRSVLGTGWPKDLVKVEGDTVTFSFEMRSGREHNTPDKAMWGFACTVRAQES
SEDVSGGLPFLVDLALGLSVLACSMLRILYNGPEITKEEEACQELLRSKLLQRCQWQVEANGVISPALTPSPSPLPLTIE
EDREFTYPSDVLVPPVGNYFDLPRIRLPPGIMIKLREISGRARPQFRPSIKEVIQPDVMEEMVVSCVIKHLNLVDALQSL
INFQYQEEHAEEYDLLCKIMGETFKKLNAMERQLQSVAELEQKWQSEVDDAMQGKLENNMPFFYDYHFNENKMKELELLC
SMKEVSFDGNDLENMVLSLREKFLQEVNSLIQKPSHPLAKTKTLVKSLMNRAELLLHVTIAAQSGLTRSISGTPAETPAC
KSASETKVISHAVRQPVFLRSMSAPSDLEMIGNEDLEFTRANQRRRHVTSHRSSSFTLLQSLAIEDSRDKPTYSVLLGQL
FAFIGTNPDQAVSSSSFLLAAQTRWRRGNTRKQALVHMRELLTAAVRVGGVTHLVGPVTMVLQGGPRIEELTCGGMVEQV
QEAFGETMTSVVSLCARYPIACANSIGLLCTIPYTRSEEKCLVRSGLVQLMDRLCSLSNQTESSSSEKQTKKQKVATMAW
AAFQVLANRCVEWEKEEGGSTEAVHSGLARQVSSLLTNHLARATECCGNQAAGNDALQDVLSLLNDLSRSHIGKAILSQP
ACVSKLLSLLLDQRPSPKLVLIILQLCRAALPLMSVEDCGNVELPPWSYSVPSLNSEQEDPSDPASKIASLLLAKLADYV
VPGCQTVLSPTASEPDTTLTKTSPKNSLKGDKDPGEESEAVDGKLSIFIHKREDQSSHEVLQPLLSSSEGRPFRLGTGAN
MEKVVKMDRDMTKGGCCEVITEEAAAALRKATKWAQSGLIVSIGPPVESINPETVSGLSTGDKKKTAQTSICRERNSELA
RTDPVRPFISGHVANSMAAEVIALLHSLLMAPESNAAQIWTTTAEKVLSRALMYIPQLGKYAESILENGSSSGRKLAKLQ
RIARQAVAALCALGGFKETIKIGSEVQVLGRGISGSIGVVASINEQEGIATVRFPPIDCRKTSQASDTLTIPLSRLCVPR
SEALPLHKLSITEKVVQAVQSMLLPQEGSLSIHTSLPATGDGSAPVMAVVRLLAEIRTRACLVMAQLLEDSLFCEEFIQQ
CPAAVEVLNLVAQECSAGERLAVVEVQCERLRMLYRDCARPPPPPLQADRRQPKEITWSPSRVFPPVRACMFSSHLTSVT
FLADPSAGGGLPRGTFIYATSPLPVQAPSFYWEIEIVSYGDTDDDTGPIVSFGFTTEAEKRDGAWTNPVGTCLFHNNGRA
VHYNGSSLLQWKSVRLDVTLSPGDVAGIGWERTEGTPPPPGQPAKGRVYFTYCGQRLSPYLEDVSGGMWPVVHIQKKNTK
TRANFGSRPFAYAEGQAHRNAADLCTDLAEEISANFEALPFAMASDSDNDAGTSIASDPGTHGPPCRIAAVATAQQQYDS
DTSCHYKVELSYENFITSGPDPHPPPIADDESDDDDDDDIPQEDHYALLVKAWETKVFPTIRRRFRNEAERKSGLDQIKG
ALQLGMVDIARQTVEFLYEENGGIPRDLYLPTIEDIKDEANKFTIDKVRKGLTVVTRSPDSNNVASSAVGTALPKFAIRG
MLKTFGLHGVVLDVDSVNELVQVETYLRSEGVLVRYWYPIDMLERPPAGYRRTATNGLVTLDNTNLQIHRELLRCEAALA
RLYCRMALLNIFAPKLPHLFTRLFHIPAIRDITLEHLQLLSNQLLAPPLPDGTISSSSILLAQSLQHCIHSQNCSATDLF



YQGNSQTVREWLNVAITRTLHQGEESLLELTKQICSFLQTAPEQFPSEEFPISESKVNMDVNFPGAAFVVVSCKESQSGF
RKDSSLYKAPWARVLVYGLGHKVKRNGQLNLIEAACYPRDASPANTGLAPPPTADQYPSVVLSTDRVHIKLGVSPPPGAV
LVLHSLPLEFPLAMAFAEQLLSWKSEDSEGKSEDEPDTIPTSVLLQVVELLGNFLWTTDMAACVKELVFHLLAELLRTVH
TLEQRRHPAGLSSSIALQLNPCLAMLMALQSELHKLYDEETQNWVSGGACGGSGGAAAGDQGRFSTYFHALMEGCLAVAE
VTLPTNMSVTASGVTSATAPNLSDSSSSSSSSPGQTPQSPSLLSKRKKVKMKREKASSSGKRQSSRTVDSDPTVLSIGGS
KPEDMLWFHRALTLLIILRHLTRKDPQGLGVTSDAIADACQALVGPTAHSRLLVISGIPTHLDEGVVRGAIRKACNAHGG
VFKDEIYIPLQEEDTKKPKDKAEGGDGKVEPEKTLAFPGTDSMEVSTSSSLTPAMSISASASTSQASICSSQGISQTVSD
LSVDPLPAGLELPIPPGLLEPHAVSSQESLDISLCSTGSLGSLGSLGEPLDNAETASVSDMGSMYTVTSLDNQPLAARPI
KGFAVVEIRSRAKIEKIRASLFNNNDLIGLSSLDGEDELMEMSTEEILTVSVVNQSLFDTQGSPGLEDYFNDKSIKGEKL
VPGAREVLTEIFKSCAHSEQTLSLTPAKPIRVSDIYLSKEQINSQTPGNLLHLFFTNVRPPKKVLEDQLTQILRKYGVPK
PKFDKSKYSKAGKEQHPVKVVSTKRPITKPPAKDKAVLNSVSRTALSEKKPTVKPKSPEKSKPDEKDPEKSPTKKQEVPE
EKYLTLEGFHKFVIDRARQDIRSVWRAILSCGYDLHFERCACIDVRHAQKASRKWTLEMDVALVQYINQLCRHLAITPAR
LHPHEVYLDPADAADPRVACLLNVPIESLRLRFALLQSLNTTLETFFLPLVELRQTPMYTHSIAALLKEAKGLIFYDTKV
TVMNRVLNATVQRTADHAAPEITLDPLEIVGGEIRASENSYFCQAARQLASVPSSQLCVKLASGGDPTYAFNIRFTGEEV
HGTSGSFRHFLWQVCKELQSSSLSLLLLCPSSAVNKNKGKYILTPSPITYGEEQLLHFLGQLLGIAIRADVPLPLDLLPS
FWKTLVGEPLDPEQDLQEADILTYNYVKKFESINDETELEALCAEIASQHLATESPDSPNKPCCRFTYLTMTGEEVELCS
RGRHILVAWENKDIYAAAIRSLRLRELQNVECVTAVRAGLGSIIPLQLLTMLSPLEMELRTCGLPYINLEFLKAHTMYQV
GLMETDQHIEFFWGALEMFTQEELCKFIKFACNQERIPFTCPCKDGGPDTAHVPPYPMKIAPPDGTAGSPDSRYIRVETC
MFMIKLPQYSSLEIMLEKLRCAIHYREDPLSG                                                
>Cint_ENSCINP00000000504                                                        
HGNRSSLDHPRIIESLRGDLIVKVATGGSHSAAINATGGLYTWGKGRYGRLGHEDSEDQLKPKLVNALKDNLVVDVACGN
GDAQTLCITEGTGGSSVVWSWGDGDYGKLGRGGSDGCKVPAIIDTLMGKHITHVACGSQFSLALSKAGGVYTWGKGDYYR
LGHGSDEHVRRPKLIESLRGMKVVEVSVGSLHCIAAVDNGDVYTWGDNDEGQIGDGTTQATQIPRLVAALQGHHISHVSC
GSAHTVAWSLPSESHNMHKRRRTGAKLPDQIPLEYNLLQNIPFTVLRNRLIVLTQFSDLLCPVIPFLPLHNAPCDITDSV
DTPIPIDQLRSLLVSSGKELVFKKVVQASMVRDKQHGPIIELNRIQVIADWDMKSGQVCPFTAIHITIYSFYFHCILHCF
ISESVDDCGGGYSESITEICDELQNGSVPLLSGTPNGRDESGANRDCFILNSTTSSETHIKMFKFLGILIGIAMRTGSPL
SINMAEPVWKQLAGIKPCLKDISEIDKVCVMFLSTPSHNSPSLNTFVTIYSKYNFIFLTLFLVFPSIPKLLTPSYSSAYE
RSNQHMLLHEFDQMVAAVREGMSFVIPVPLLSLFTASELETTVCGSPDIPLHLLKSVSTCKGISPNDELIRWFWETLESF
SDEQRSLFLRFVWGRTRLPRSIADFRGRDFVIQVPDKYHPPDHYLPESYTCFFMLKLPRYSCKPVLEEKLKYAIHFCKSI
DTDDYARI                                                                        
>Cint_ENSCINP00000004405                                                        
PLPSGWEKKVDGHRKPFFIDHNLRSTTFFDPRSAKPPVATPTQSPAQQQAVAPVSYNEKRSKQIICVTKRFSELTVHRDN
LLEDAFRKVMLLPRKQLQRSKLFVSFAGEEGLDYSGPSREFFFLISRELFNPYYGLFEYSAVDTYTVQISPLSTFADSPH
EWFRFAGRIIGLALVHHCLLDAFFTRPLYKMLLRSKCDLSDLRYEDEQFYQSIMWIKDNDITDVLDLTFSVNEEMFGKIE
ERELKPNGKNIAVTEKNKKEYIERMVKWRVVRGTREQTNMLIRGFNEVIDLRLVSVFDANELELVICGTADIDLNDWRQH
TEYRGGYYDQHPVVINFWEALDQFDNERRLRLLQFVTGTSSIPYEGFAALRGPNGPKRFCIEKWGKPDCLPRTHTCFNRL
DLPPYDTFNLLWEKLVIAIEETNTFGME                                                    
>Cint_ENSCINP00000004789                                                        
TAEYRQWENPASHSGFTFCQFPFILSLLAKLKILRRDQEREMIRTARDELVEFVRRFPCVSQLYLNISVRRQNLLQDSLD
QIYGNRKQLKKKLRVSFIGEPGYDMGGLTKEWFLLLLRKVLAPDYNTFVYNNKSHCYWFADNGCENSSDLFLVGVLMGLA
VYNCITLDIRLPLVCYKKLLSSVPKSGNLCGVIPVTLEDYRSIDPDMVRGLEELLNYDGDVEDDFGLTFQVCYFELGNIR
SIPLKRGGEEISVTEFNRDEYVQAYLEYKMNRSVYRQFLAFYHGFYTVCSSNALTFLCPEELEVLICGNAVFDLKDLKKH
TAYQGYRSNDPTIIYFWEVLSLPRELQKKFLHFCTGSDRVPVGGMQELNFKIVRTPTAQNMLPMAHTCFNQLLLPPYGNK
QHLEGKLIIAVSNAEGFGLE                                                            
>Cint_ENSCINP00000006175                                                        
MADEVTHGHNPQQEGSRLVRIQVLSGHNLAKKDIFGASDPYVSVSLYKPKRSASGSSKTITCVNTKTKKRTLNPSWNEKF
LFRVVPRENRLLFEVFDENRLTRDDFLGQVDIPINASYISNDDETGTPHREFPLRPRSSKSRVKGHLRLKLSYADLPSTN
DNNDDSPNEGDWELVDEETREGPVLPGGWEERQDHLGRTYYVHHETRRTQWHRPVVPPNPSTPETPSTSSDSDVTMGTAA
AAELFRQRRHISEDVTEQPRSSRNEDHSWEVISETSSTDPPTPPPLPRSPSLPSQAEMTSSSVTTVDGELPDGWEARVDP
KTNRKYFVDHVNKVTSWHKPRNITRTTSSSERKSATNSSQSSKYLPAGWEMKTAPSGRVFFIDHNRQVTSWDDPRTKRPP
TSRGNFKNASEIGPLPDGWEERIHTDGRIFYVDHINHKTQWEDPRLQNPEITGPAVPYSRDYKQKYEFFKSKLHKSVSRD
IPNRFEMKVDRRTILNDSYRVISRVKKPEFLKSRLWIEFNKEKGLDYGGVAREWFYLLSKEMFNPYYGLFEYSATDNYTL
QINPNSGMCNEDHFDWFRFIGRVAGMAVYHGKLLDAFFIRPFYKMMLGKPITLRDMESVDSEYYNSLKWILENDPTDLDL
CFTVDEELFGQMKVNELKPGGADIKVNNENKREYIQLVIKWRFVSRVQEQMKSFLQGFNELIPSNLVKIFDENEVELLMC
GLGDVDVNDWRRNTNYKGDYSANHIVIQWFWRAVLLMDPELRVRFLQFVTGTSRVPMNGFGELWGSNGPQLFTIEKWGTP
EKLPRAHTCFNRLDLPPYKSFEELRKKLLLAIESTQGFEGVD                                      
>Cint_ENSCINP00000009377                                                        
MFSPSPTKSGQDLVKNAVQAREQRKLSRKREHSAIILQSSVRGFLTRCELGKRWRDELDHMIGFDSELEEKNETSHKEMF
LVLKKFLFVFNLKKDEQRFVTLCNYLVHNIEASGNIKMCYVGLSVHKLLVVPWIQQVKKLLWTCCLYLDQCQQQIHQNNS
KNSILIYLKLLETFSDITRWKSLLVGDSLAIYSLLKQLCGKFLLDLNERGCLCVLSSVVNVSCKMALHEVMTSTAFNVAI
RIMESCCFSEKEVVTFAFNFLSIPALVWNLKLKHPKCLSQVLDHGLLGRCILLFHVEGACEKHGLIPSHYSPDGVISVLC
IFSNLVQLFVIEPNTLVQLRIQCVSLLNQLMKYLYENTTKQKSNLTTWHPVLGYFSNHDARNSHSMQEMKKQLELMWDPV



LVRTFFHDVLTLPSLHAETSVPTQAEQITKARNKIKYKLSSYLKSIASSRPKHTLLPTGGRKLEYAEVKNTCCTCLLYKK
SLLVFTKQLHLEMLTGLTFMEEVLCRLWRFICELGPTGGLQLFLSALSYHPDQAEPYFAVFTLFCDMTSHILSILDDVEF
YEQQVPFHLEELVTISSFLCQFVFKVIWGNLLKDSSSSVYPVYESAHTLLMVLYDRDARRSFTPPGHWLYKEVKSSVIRA
EVEKSQMRGKLIMDKIPFILPHKDRVLLFRSLVAADKLKLGKHGITEDNGSMVHIRVHRSRLVEDGFEKLGAMQGNKLKV
CLVLLYKLHCFLTSSSTIGLIWLLLQWFTKCFYRSLVPWLSVVTAGGDMKLYPSPLSYLQDHHLHLFTFVGKMLGKAIYE
GIVLDIPFANFFLRSILSKQQTALYSPIDELPALDPEFYKNLTWIKRYEGDISELDLRFMHEEDIMGKIQSHELIPGGAG
IPVTNENRIMYIHTLAHYRLHTQILHQTKAFVAGFRSVIPTNWISMFSSPELQRLISGDNVDMDLTDLK           
>Cint_ENSCINP00000009380                                                        
FSEKEVVTFAFNFLSIPALVWNLKLKHPKCLSQVLDHGLLGRCILLFHVEGACEKHGLIPSHYSPDGVISVLCIFSNLVQ
LFVIEPNTLVQLRIQCVSLLNQLMKYLYENTTKQKSNLTTWHPVLGYFSNHDARNSHSMQEMKKQLELMWDPVLVRTFFY
DVLTLPSLHAETSVPTQAEQITKARNKIKYKLSSYLKSIASSRPKHTLLPTGGRKLEYAEVKNTCCTCLLYKKSLLVFTK
QLHLEMLTGLTFMEEVLCRLWRFICELGPTGGLQLFLSALSYHPDQAEPYFAVFTLFCDMTSHILSILDDVEFYEQQVLF
HLEELVTISSFLCQFVFKVIWGNLLKVEKSQMRGKLIMDKIPFILPHKDRVLLFRSLVAADKLKLGKHGITEDNGSMVHI
RVHRSRLVEDGFEKLGAMQGNKLKGIIRVKFINDLGLDEAGIDQDGVFKEFLEEIIQKVFNPDMNLFKVTAGGDMKLYPS
PLSYLQDHHLHLFTFVGKMLGKAIYEGIVLDIPFANFFLRSILSKQQTALYSPIDELPALDPEFYKNLTWIKRYEGDISE
LDLRFMHEEDIMGKIQSHELIPGGAGIPVTNENRIMYIHTLAHYRLHTQILHQTKAFVAGFRSVIPTNWISMFSSPELQR
LISGDNVDMDLTDLKKHVVYYGGFHSSHRVVRWLWDILEQDYSPSQRSAFLKFVTSCSRPPLLGFANLQPQFSIRCVEVP
DDEDTGDTVATVLRGFLRLPSRSRRSSSHNHRLPTASTCFNLLKLPNYPSKVVLKDKLKQAIANNTGFELS         
>Cint_ENSCINP00000012470                                                        
VLTNLPFVVPFQTRVGIFTDRLSRESDRDVIMHDAGLAESSKVIHVKVRRDFLYEDSFNDLSSHNAPDLHRTLRVTFINQ
AGAEEAGYGAGVTREFYQQLVRTSFQPGRGLFKLTDDRELYPNPNADHVVENMSQHFYFLGRLLGKMIYEGMQIELPFAA
FFLCKLLQPKNADVDINHLQSLDPDFYRNLMFLRSHEGNVADLDLNFTVVDDKFGATRVTELVPGGHDLPVTNENRVRYI
HLLSNYKLNVQMRVAVDRFRDGLSNVIPLEWLRMFDHRECQTIISGAEVPINVDDMKDNAAYSGGYTPEHPTIEIFWNVL
RSFTEDEKRKFLLFVTSCSRPPLLGFKEMHPPFCIHNGGTPDRLPTSSTCLNMVRVPQYPDVEAMRDKLLYCINSQSGFE
LS                                                                              
>Cint_ENSCINP00000013705                                                        
IKSVRVSRTIAVFLLEDGTVHTFGAENDNIGHSAGSTKVSALETVHIVDIALGDSHILAIDDKGKVYGWGGNDKDQLGWT
DGNCYPSPKKIKSLSNKIVQVACGHSHSLFLGSNGALWSAGSNNYGQLGFGDKSSTELRPLISLKGIPFSQISAGFWHSF
CVTHSGAVFCWGRNDNGQLGLGDCVDRNVPVLLKALRSLSVKYICAGELHTAALTLDGGVFTFGSNQFGQLGHGSSGPEP
LPVSTPRKIFELMGNEVTQIACGAQHTVCYVGKTGNVYTFGNNNHSQLGDMWTSSASTSSYPKLNSVFVKEIGAGKTESF
ISVSTRPNSSDFRRIPTHQQIFTLSDEFISKLQSLENTKITPDVANYLETIMGSQSCINASFLASDHYKTSNSYHGISLM
SVRLRFSKLCKCTCTDVQSIMVKSMQSSLLPSIARSQPDIETLRVFVLLPECDLFTNSENYGKITFPFANLVMSLDVAPS
KILDRWYRAMEPLYFARPIDIYKQSIKNTGVRSALDFLGKLNTVNNTGEVPIVPYQRFYLPEITKLINLEDDYVRWLRGN
SQVVIFCNYPFLLNSVAKSSLLHIDAVWQMRAAYSEAQDRNMASLFSFSTHAMLETPVLELEVRRSDLLQDALNRLAMVD
VRSFKKPLMVKFDGEEGQDEGGVRKEFFMLILKEVLDPKYGMFRFYDESHLIWFSDWELESEMMYFLVGLICGLAIYNDT
IIDICFPLVLYKKLLGEPPLFTDLAELDPTLSRSMNHLLEYQSDVHSIEDTFCLNFTVSRDNFGETTEVDLIAGGSNIPV
TADNRKEYVQSYINHLFNTSVQRKFEAFNKGFHKVCGGKILQLFRATELMEMVVGNQNYNWEEFEKSADYKGEYYRQHPV
IRIFWRVFHKFSLEEKKDFLLFLTGSNKIPITGVKIIIQPVKTSENHLPVAHTCFNLLDLPYYTTEHTMDMKLKQAMLNN
QGFYLI                                                                          
>Cint_ENSCINP00000016319                                                        
RKRYQSPPNHPLYARKTATNNGKTGSCASTSRRGRGKTSSVTSREQEDTPPPPVMSQEADQSPEEAQPGSGGAESAAAGA
GGALNTDGDFDEPDMSRLQALLEARGLPSHFFGTLGPRVQQILHRSVNNGTNSKAQQLLQGMQANGDESRQLQSAIEMCQ
LLVMGNEDTLSGFPIKMVVPALITLLRMEHNFDMMNHACRALTYMMEALPRSSAVVVDAVPVFLEKLQSIQCMDVAEQSL
TALEMLSRQHGSSILRANGLSACLLYLDFFSLPAQRNALTVAANCCFVSSSDQRADFSKYYGTSIPLLVQKLTHHDKKCV
ESVCLCFARLVDNYHNEPSILKVVAENGLLQNFQNILVVTPPLIGSNTFVMVIRTMCLLCSSCPNLAAQLVRNNIAETLR
YLLCGTASDSDEIELVPRSPQELYEITSLIGELMPRLPRDDPMFSVDRLLKQSGRGSGGETTATWQWRTDEGVWKSYSRH
DNSVMQQVNEDTGHARAIRRQPEKKDNNKLLVKTESDSSLTDARVSLVKEDSVVISQFVRSLFTLLYEVYGTSAGSPAVR
HKCLRAVQRMVYYAEPELLRDVLRNLSVSSHIASMLSSNDLKVVVGALQMAMILMNKLPDVFEVYFTRQGVTHQVSHTKQ
VEQLLNPAHKVVGTNQPSPPEAPGTTSSNTSTPVFEGGPSSTDPSPSDPLPGLFDINRRLSDMLRRKYPPRRSAVKLKNT
TPKNREKYSKNSSGASGRSSATSFFYNLNPTRWGRSSTSSIKKMTSVKDTSRLAQFSCRKLILSREKVKVWVREQAKLFL
EQYFSVGMTTDSPNDDKSSSVDQRSLLHHLTSIAQALSTCVEMSVACRNLKALCDITSTSDVSSFELQHSGIVTSVLQFL
TKESKLNNNDEDDRLRNFLNVFTGLPTTDFCEEAISLSEFNNVEPLRNFVQKLTLCVSQMEQFQVKSHDLPSAPGRKGFL
HRGSQALSFFARHQLKCQLQRHPDCSMSKQWHGGPVRVDPLALVQAIERYLIARGYGDEIEVDNDEDDDDDDEEDDQPTL
STESTSNAKKHRLELYVGNYKLPYNMTVYQAVKQFNEMMSSDERDTDDEHITIASTGIWKTTHVIRYKLVPDNEVSLSTS
SGKRSSQKISPKLSKKNDPLWLSGNIPVTKRPLNHYLKNKLPDSFMTNDPSKEVLCLTRVIFGLTRYWHTLYTPSILSTD
RPLLPISDFINTKLSAKCSRQLQDPLMIMTGELPSWLSEIAHACPFVLPFDIRQLLFRVVSFDRDRAMQHLLDSGLLSDD
SNNRFMPKIEKKKCSVKRENLLQQAEKLMADHGHTRSLLEVQYEGEVGTGLGPTLEFYTLVSHELQRSNLSLWRSDDNSN
SVAMETSFVHSPVGLYPLPIGRTSKLGPIAKACSKFRFLGRFFAKAVMDGRLVDVPLSMICYKWFLSQEHTITWLDLEQV
DPGMSLTFNKLKRLLHQRLTIEQQQSKFWDEMEEKINAVTMDGCRLEDLGLDFLLPGFPNIELMKSGAKTSLSINNLDKY
LNLIAYWTLSEGVRQQLDAMRDGFQSVFPLQAIDYFFPEELDQLFCGARYQPWSERELADSCRTDHGYNHDSETVKTLFR
VLSQYDAAEQRAFLQFVTGSPHLPVGGLRSLHPPLTIVRKTCEENMTSDSYLPSVMTCVNYLKLPEYSNESVMRERLQKA
AQEGQKSFLLS                                                                     



>Cint_ENSCINP00000016361                                                        
MSSASGSTRRNGTMKLRLTVFCAKNICKRDFFRLPDPFAKILVDGSGQCHATGTCKATLDPKWNQHYDLYVGKSDSITIS
VWNHRKVHKKHGAGFLGCIRIMSNAINRLKDTGYQRLDLCKQTKYDQEPVRGQIVVSIESRDLDDRSPSNPVIDARSLIP
AQENDLPEGWEARMTNGRLQYIDHYTRTTQWERPTQPSTRPRRPLSALIISEPDQHQRPRISSSSGSSGPRNSSSPSVPG
ESDSTRFRRHKNYMTRNQLHGPSAPLPEGYEQRTTQQGQVYFLHTQTGVSSWHDPRIPRNLSHINPEDLGPLPSGWELRS
TATGRLYYVDHSSRTTQFTDPRIGRYIGQMHNRGRDGPNEECDQDPQLPRYKRDLVHKLKVLRTELQSQQPQTGHCRLEI
KRSEAFEQSYSLIMKMKPKDLKKRLMVKFTGEDGLDYGGLAREWLYILSHEMLNPYYGLFQYSREDIYTLQINADSHINP
DHLSYFHFVGRILGMAVYHGHYIDGGFTMLFYKQLLGKPISLEDMEEVDPALYKSMKWILQNDINGVLDHTFCVDQDSFG
ERVTHELKPNGVNIPVTEQNKREYVKLYVNWRFLRGIEAQFLSLSKGFYELIPQHLLRPFDERELELIIGGLGKIDLIDW
KKHTKLKHCSQDSNIVKWFWQAVESFDEEKRARVLQFVTGSSRVPLQGFKALQGSTGTQGPRLFTIQFVDNKTDCLPKAH
TCFNRIDLPPYESYKKLLEKLTCAVENTCGFYTE                                              
>Cint_ENSCINP00000017615                                                        
MAIHPVWVPKITGMLLGLPAYELLLLLRSERNLYDRVHQAASLLDEVHYDPLQDDNAGGTTTTTGRQESVAGQGSRPGSA
TGESRNDSKLEEKKALDKKGEEASVNEEVDGGPPLFFQPGKRGMYAPTSWGEMTDTRLNAYRNVGRILGLCLLQNELSPL
PLCRHVLKVILNRKVNWHDLAFFDPTLYESLRQLVLDGESEDGGVLDALELTFSVDLQPEEGGQQVSLIPDGDAIPVTKS
NVRDYVRRYALQRMLVCCKKPLEKIRQGVYDVLPKSALQSITAEDLRLLANGCGHVGVHTLISYTLFNDESGKNGTSAEK
LTQFKRWFWSVVDRFSAVERQELLYFWTGSPALPASEDGFQPMPTITIRPPDDHHLPTANTCISRLYVPLYSSRKILRHK
LGIAIKTKNFGFV                                                                   
>Cint_ENSCINP00000022047                                                        
MSKRGAMKLQIQLFYKQLTEGCGKQHCTNENCASNSSNKKLSCDEAAAQAILLAKNKVELCNDHRSKIARTDNLRSDMRI
YNNGLRENAEETPATTLDIMKEHSIPLPQSSSSKRGETSDLKWLGEQCLNSKLEQITVSDVFSPTELLSISDINNPDLGL
EMFVKQTEDSKQEQPTSAACATNNLNSAAPKTIKTVPYMPTVDMTFFRTLFVHILEDEQLQEALNEAVSKLIHEVEKEVS
RNPNQYKTDPNYLNLIVIMLECPLMQSPESLEEVFPTLLKIVAKLPLATQVALVHHWSMYDGNQLRNIIETIQQLIAYQV
AMNYMDETDRAAHNDETIINASKALNILYFSSILGGEVDCTRDEQGAAASKLMRDAAPAGEDDFHIGVIDADNEFEFQWV
SDLGKELKLVGLDSIEPLVPQTEFVNEALNDVIKIDKDYANYRISQQGTNKYSFLHYPFLLTTLSKTTYLFYDNRVRMYS
ERRRTLMSSLFSGSAINPFLKIQVRRAHIINDTLVQLEMATENLKNLRKQLYVEFDGEEGADEGGVSKEFFALMVEEIFN
PANGTFILVEESQLFWFNPESFEGQMQYKLIGIILGLAIYNNCILDIKFPAFLYKKLLGRRAKFRDIKDIYPVVYRSLCD
ILSYSGNVEQDMMLTFRVEYSDIYGCPHTHDLKKEGNKIPVTNSNRQEYVDLYSDWLLNTSVEEQFNAFLGGFELVLSKS
PLKYLFKPKEVELLLCGSEHYDFKELEDSADYDGGFTRDSQTVKDFWSVVHELSEEEQKTLLQFSTGSDRAPVGGLSKLK
MILARNGPDSDRLPTAHTCFNVILLPDYKNKIKLRERLLKAIKYSKGFGML                             
>Cint_ENSCINP00000024689                                                        
VYLLSKSISPIDLKLRAATADKEVVEIFATHQACVILENIGYRGDPTKATLKNRDNVLQSIFIKSKIEPCLPVLVGIAEG
LECYKIRDIVKSHAELLQPVFCPSSLFTWDHNNFLQILKPSFAEDGSNKKIKEMTTYKAFLDFTDCCWNDDLFPLEFQKL
MKFVTGSSTLPPLGLPNDLSIFFLHGCRLSPGGTKCRCLPTVSTCAISVVLPVHIETQEEMLNAFQCAITCEIGFGQV  
>Cint_ENSCINP00000024896                                                        
QMSPAFSARIKCIKPVLTVASKLGRSLAELFGLLVKLAVGKPIRQRYGRHMAVAHAQNVAPSRPARKLAYSLSTLLLDGL
SWRAPPNVPSSKLRTTFLICTVGFTIPMLFDEKKMPYHLMLQYFAGTGSLDALFNCFKWALSSQLDEDNSAEVSSQSNEL
PGSVDDFLEAWLMLLERLVNPRNILNSPYVIHDKPAATTPTDELAPIVAPFSAVKFLIKTQKAALEALQHLWCSRRLSKL
SSRICDSVILILCHLIRGEQIARDKLNEEREEREKKAKANPPTAQVPQYFPHLQEPTKPQLVDMGFAREQVLQALMHAST
LEAATEWLLTHSSEDDQLLRAISMSLEGTPAAAASEEPETDAEEEKKKEEEEQMKVEDEKEMKMLSQDDEEPMSASDIDD
FAASIFERGLELVNHLPDTVYRVCDVIVVLMKRAGKNWSDGVFNKLVVQIKEKCQKLTDDYKSNGDGVWLQDDEFSDGLA
AQALLFALLYEEMKEPCTRVVSHNDLIPTFVALLSCASTWLQDHNDVSTTPKWISPVLLLVDLYERTCITLARKSELQRR
FEGHRREWKWFDDRSGRWCSYSASNHKSIDDAYAANLPGIRFTAGRRRYTINFLQLIQFNEESGNRRPIMATYVKDSSLT
DKDSNKKSKSEAKHFSEETMETDNNGKAAEPVPTSSEESFSGFIRLSPVDADKLVHSCTAFVCLPVDADTLHSSMRLLLR
LTRNGIEGGHLRALMFAELGGPAALLRLKFKHGFVGFASLATLLLRHILEEDATLKYSMDKAIHDITVSGAGNASCGVTS
GSVGARELHYVLRALAPAACQHPDLFSEACKKNMKIVLPSLTSRNVETEEDNLVSSTGVQIISQSKRTQQAQPSLHLPPV
VVETLKLLLDALVATDDFGSEGRKTLKFLKFVFLAGADQRNPSTSVKLDASTSTSKDNEELNLHQILQSEHSFGEKTQVK
SEEGAKKSDHDPKASMEGDFKLCKPLVTKSAILRLLAELVKSYPSCAYLLANHQYKANMTPIVTQDCSCLSFILDNLLTP
RTEEAPSNWDKDCPALSRVLLACLAACQLQHPSGTSTLPGHDPHVALVSELKSAISRTVHTPESPQKHKRLRALLEIVTT
IIECTRTNPQQPRRTLARNQLPEPNVDQSQSVVPRLMVRRGLTTDLAKITHYIDLGSSEMADTVNAALRPLEILTRYTSL
YSNKAQQSENKKTTTEEETSQARSEQVQDRQASAEITSVSIRASPIFVSLKKKQAVNLTIVCSNDAQVLYKNLFFFQNSL
QEWLNSGNNDGECHLSTVATLLAADDDNMSDEYMDVLNPDNVSQESDLQYLDACKSNSVDEDERVEDDIADDTINGDEST
DSEQDEDDDDDDDDQDDEIEDDGSEMDNQEMDEDEVIEEFGEDVDYETFVYDFMHGDHQDMDLFIQMEDIFGSTSRSIPP
PPGMIALCHPLLVRHANHAQITDSGGPISIPRQGFSQSFASVASGTRNSNHTIHLHYTGGRQPRNAPLVLQRLLGPTVAQ
DILQVSNSLYTEGGGRAQLIVNTDDANYTPTDIIDDSMFQQQSGVMANHSASLVPDNVPSSLARWVEESCVLDSQSLYDC
ITVIKDEIVKHVLDVRDEELSERKEKRKKEKEEKQKEEEQKKKEREEKEKAKKQKKEEVVENTPAEQVTTSSSPSIATPS
NTPVATRPDSPSVSSSNFFKFFPKFIGNLKKLLNQAIFSKYVPKKVNNTNFSNMPLLLSILRAPAINALQQASSSLLAVS
GQLEGLSFSLQQAIGASEDVPATARSASDAQGETVSMVAEAAPFSADGATEQLAVPASDRGMDNASPQSDVTMETYEAVA
QSAANEMVVSEAEVVTTTTEEGATASSATAPSQVMEGVDPSFLAALPADIRQEVIREQLSRSSHRTVAASSTTGQPSHSG
VSPEFLAALPPNIQEEVLEQERRERSRNTAQQAAAGENLDPTTFIQTLPPELRQSVLSDMDESLVAVLSEELAAEAQSLR
DDVDERQRRYLQERLLTHGVGLLRQGGVRSRSRHITEGFGGFQRRPGYTESTTRTGQTSTTTTPPLVCRQILDHESLACL
LLLLFVDETKLNTNWLHRVLRNLCYHVPSRDWLVATLMSILHRASELHSPKSTIDSEMDVTPSQPTKLQKQMPKKSSISS



SADTSFRNTSWMSIKLEAALGSRSSIFQVRDQGSESSTKRVHIHPQASPVVCRHAIDALIVLSKIFPNYFITQQPSKPKT
GDNKNVTKKFKKCYSVFPCHLQNMISMIETDFWDILLRLDASSAHKKKVAARHQHSNEDDPHVAGDSASEKSNIDLSITW
LGVLMRMLSQPVVKRSQQLTDKMLRLLAQISRYITSEQSQKAKKDTPASGTAPNASVSNTGATTSAEVQVTSADQNSETS
GTSTATMGARAGTSNTSTVGRSTAAPQTSTTSSSRSQGSISTISETPATSGAKEDTALQLEKELSLTVGVLTTHACSEEG
LEDATTLLLHLSKSAPALRLLIIRLSLEGAQKLGGLLASQIKELLDEIIVYNQQQLASGAIPAVTTAPTKGVIVNRFDST
LTVVLSAKDKFKKLGRELQLPSMQALTSKTSHQAFFLRILKVIIQLQQASKVAKNLSCKNYRFWGSMLSAVQNTVSRLER
EADALMDIISPPLPRYRNQTARASQSSSSAAASSSKSETEEEEKKDESTLSERLQLDELWEILGACLKELSKSHDQHAVL
VLQPAVEAFFLVHSSETSQSSARRGGGGAETETRESQLAHINEQPPPTGVFLFIYPTSSSTGSTSESSSSLSSQSSLIDA
SMPIDTQKFLKFADTHRTVLNQILRQSTVPLSDGPFSVLVDHTRVLDFDVKRRYFRQELERTENSPIRRDDVAIRVQRDH
LFEDSFRELHRRTPAELRSRLYVVFDGEDGQDAGGVLREWYLVISREIFNPMYALFRTSPGDHGTYTINPLSYINPNHLS
YFKFVGRIVAKAIYDNKLLECYFTRSFYKHILGKPVKYTDMEADDYEFSQGLRYLLEHDITSLGTELFFSVEIEEFGKTE
VRDLKENGRNLPVSEKNKREYAHLVCQEKMTGAIKKQLAAFLEGFYEIIPKRLISIFDEQELELLISGLPNVDIDDLRQN
TEYHKYQPNSPQIQWFWRALRSFDQAERAKFLQFVTGTSKVPLQGFSTLEGMTGVQKFQIHRDDRSTARLPCAHTCFNQL
DLPAYENYDKLRERLLLAITECTEGFGLA                                                   
>Cint_ENSCINP00000025310                                                        
MELFIVIAVVSGICILNWFRKVFTGVEEKAEGDLFKYIRGNYLDLTKCVVHWGWMEPTDVGEALSFNVEFFYGNGSPYPV
CEADRLKVKISTRHFSDIPHVVEFGETKENVVSVSFTVRRSGAHEISITLANKHVCESPFKKVFIPGPMNAEHSCLVRTA
HTSLSVITMTQATTHKMAIEACDEFGNSCSSRLNKHDFENAFNLSIMKCCDSVQYPAFTWEITCNKILDQLTLCITVFEE
GSFQAELSYQSEPLKNGIFDILVLTSSESQEVKTNVSKQNLSVWFECRLLVDTTEEVYTPQTSQRRGRALSMGDTFTFPQ
PSYSRSRIKSSAISSSKPRKVYCYITPKQLVIREYFLKIFHKRLYTFRVSPATKVTFGGHSSTVDQPILIISDGFQPNVV
LACQRSNVLAATFVEIIHNHMGRSESFEEKMKYFHTQLVEHHDINVRHRNRIDVNVDRDDLLNSSYKATKHFSTSDWCRQ
FVVAFKGETGLDWGGVNREWIHLLCKIFFQSKDAGGCGIFRSMKEDAQALVLPASDSEVKIKHFEFAGKLVGKCLLESAV
GGEYARQVTARFARSFLAQLIGLPATFAHFESDDPDLYMSKVKYILEHDVTDAELTFSEEQFTSSGSLSKVIDLVPNGAN
VAVTNDNKIKYLNRIAQYRLSESIKNELALFIKGLASIVPDHLLSVFDENELELVMCGSSKISPDDFKLHCVVNSGMDPT
FQKILSWFWSLISTFTQDELARLLQFTTGCSQLPPDGFKALEPKFKISSIEYKTGGLPMAHTCFNELCLPNYESYDDLHK
MLKISITEGITGFGLV                                                                
>Cint_ENSCINP00000025540                                                        
MWSPRQQLMRLTRSLRSGRSLELPADPAAAVRILMPMVFANQHKSLMELLDNSSFDVNHAIGRSRRTLLHIAANCGQLEC
VTGLLKVGGDPNAQDIAGCCAIHLAAKNGNKKCVEKLLEAGADPDVADIDGVSSLHWIAVSGRWEILNLILLHTTRIEPE
DKQGHTPLHAAARNGHEKVIDILVKAGANANYRNEHSWTPLHAACSNGQRQAVSALLSHNAQVCVDNEGQTPLDLCLQGG
YGVAIELLLDKYPKSLTTFINNAVYKHEWSMERVASCVRYFATKSLGREISLKLTEICVDTGFQLLSLSSTCETEESSLL
RSTSLLISSLSDDLESCFILFEPLWKALEEWILLLGSKHEGNYGNMIPGMGERVSVLIEVFWKCISTQDGTISTPQRFHD
FIVRHHDVINVIITHNPKVIFKHFTFLLHDPILMSYFITTVTSQPFEERYEWFYNCLYEGGVPSTTANPPTLQVRRDKVF
EDSCHELKKINQSNLKHKFSVQFSNEEGIGDGVFREWFSVLSNEILNPEYGLFIQSFDGCSFQPSRSSINPDHLSYFEFA
GKILSVALYHKQLINGSLTSSFYKHLLGRKVDYRDVASIDPEYATNLQWILDNDITEIGLELSFVVETDVFGRMEEIELT
PGGSKVAVTEENKQEYVQLVTELRMTRAIQPQLDAFIRGFNEIIPSYLIRIFTEDEMDLMFTGCKDVDVGYWKSITEYSG
CYNQHHQVILWFWECVGKMDTEDRSSLLHFATGRSRLPSPSVKLSNTFVICNMSSQKNLLPSASTCMSMLRLPEYDSYDV
LETKLLTAIRCGSHGYTQT                                                             
>Cint_ENSCINP00000026658                                                        
MGRIYYVDHNTKTTTWERPEPLPAGWEKRLDSRNRIYYVDHNTRTTTWQRPTLQRVQNFTDWRNQRENIQNQRQAFNQRY
LVSPAASEAAASTSTSTPQPPKPPQQPEDGMGVLPKGWERRVEANGRVYFVNHNTRTTQWEDPRTQGMINEEPMPQGWEM
RFTNEGVRYFVDHNTKQTTFTDPRSGSKTSGRTGSYGVPIAYERSFKWKLGQFRYLCQSNALPSHVKINVSRQSIFEDSF
SQIMHLQAYDLRRRLYIMFKGEEGLDYGGVAREWFFLVSHEVLNPMYCLFEYAGSTNYTLQINPASTINPDHMHYFRFVG
RFIAMALYHGKFIDTGFSLPFYKRMLNRKLTIKDIESVDEEFYNSLVWIRDNNIEECGLELDFTMDFEVLGKIDTIELKD
GGEDIPVTEENKEEYIRLMIDWRFSRGVEKQTKGFLDGFNEVVPLQWLQYFDERELELMLCGMQEFDVEDWSRHSIYRNY
TKNSKQVLWFWQYIREIDNEKRARLLQFVSGTCRIPVGGFAELLGSNGPQKFCIEKVGKETWLPRSHTCFNRLDLPPYKS
YEQLKEKLTMAIEETEGFGQE                                                           
>Cint_ENSCINP00000029014                                                        
KPMNWLTYNPPRYIHLLSNYKLNVQMRVAVDRFRDGLSNVIPLEWLRMFDHRECQTIISGAEVPINVNDMKDNAAYSGGY
TPEHPTIEIFWNVLRSFTEDEKRKFLLFVTSCSRPPLLGFKEMHPPFCIHNGGTPDRLPTSSTCLNMVRVPQYPDVEAMR
DKLLYCINSQSGFELS                                                                
>Cint_ENSCINP00000029381                                                        
VLTNLPFVVPFQTRVGIFTDRLSRESDRDVIMHDAGLAESSKVIHVKVRRDFLYEDSFNDLSSHNAPDLHRTLRVTFINQ
AGAEEAGYGAGVTREFYQQLVRTSFQPGRGLFKLTDDRELYPNPNADHVVENMSQHFYFLGRLLGKMIYEGMQIELPFAA
FFLCKLLQPKNADVDINHLQSLDPDFYRNLMFLRSHEGNVADLDLNFTVVDDKFGATRVTELVPGGHDLPVTNDNRVRYI
HLLSNYKLNVQMRVAVDRFRDGLSNVIPLEWLRMFDHRECQTIISGAEVPINVDDMKDNAAYSGGYTPEHPTIEIFWNVL
RSFTEDEKRKFLLFVTSCSRPPLLGFKEMHPPFCIHNGGTPDRLPTSSTCLNMVRVPQYPDVEAMRDKLLYCINSQSGFE
LS                                                                              
>Skow_NP_001164707                                                              
MDTVHGLRLIEGDPPGTTRILRVKVVAGLNLAKKDIFGASDPYVKIHLFRGDREEGLICSVNTKTIKKTLNPKWDEQFLF
RVNPRDNRVLFEVFDENRVTRDDFLGQVEMPLQTLPTENRAGELPYKDYILRPRSARSRVKGHLRIVIGYTRDESTQDDN
ISETSTQIEEPGWEVLEIENENEVQQNSTQPPLPAGWEERVDNNGRVFFVNHNLRTTQWVRPTGATQSGGEEQSRQQANN



EFDNFRLRRLISEDENSLSSHLEEAAQITERSDTTQVSNTTPYSSQASPPITQSLDQLPNSSLGPLPPGWEAQKAPNGRW
FFIDHNTRVTVWTDPRVSNRQHPRAAIHRPTTNPELGPLPAGWEERVHADGRIFYIDHNRRTTQWEDPRLQNPKIAGPAV
PYSRDYKRKYEYFRSRLRAPTGVPNRFELKVSRNNLLEDSYRGIMAVKNADILKARLWIEFSGETGLDYGGVAREFFYLL
SHEMFNPYYGLFEYSATDNYTLQINPNSGLCNEDHLSYFKFVGRVAAMAVYHGKLLDGFFIRPFYKMMISKNITLNDMES
VDSEYYNSLNWIMENDPEDLDLTFCVDEELYGQTLTKELISNGNNIKVTNDNKSKYVDLVIKWRFAYRVQNQMAAFTSGF
QELIPLDLLKIFDENEIELLLSGLGDIDVNDWRKNTVYRGEYHANHLVIQFFWRAILSFDNEKRARVLQFVTGTSRVPMN
GFAELYGSNGQQKFCIEKWGTTSSLPRAHTCFNRLDLPLYSTYQELHDKLLIAIENTEGFEGVD                
>Skow_XP_002742474                                                              
MADQLYDFLRRRGVSREVIDKLRDDKIDPAVVILMEEDMLSKYIPSYGDRLAAVNFCRKMDRVGASHTRGKSALLNRLRS
KLGLESRTKSKQQLQSSDEDDGDEDSFKKRNPDRQRCFGNKNAMKRDRRIDYGWLDYCYSTNSFKQVRSKEGGGTRNMSV
RKNSKKAELLQLGLGIFFPNGLSKRGRLDEFEVDLKEFEVNTIDDDSTVQDIYDTSGFKLLRFYLATKKKSMSVETVDEA
QSVNLKKSPDETGVEMAEPLCEDFETLQSDTAVACTSTGVTKEDHRTPVLDNLEHYQVDRELPGPSTGPTKVEEALYDDD
DDDDDDSINSGIVRFCCDDVLLQGSLSNFNDTISNLDNTETMHELEIPHPGGIRMIVIHRSKILEDMLKEFSDPGILAED
IDIRLVLPDSSAMEQAVGSGVIRECFTAFWMEFYERCTIGNIYRVPFLRHDFTRSSWEAVGRIIVKGFYLAKYFPTALAQ
PFIMEVFLKEVNIQRDSQQLLEAYFLFVPEGEREVFNQAISDFNAVDEEDLTDALDNHQCRKLPSADNMREIILEIAHKE
IIQEPMFVADCWRKILLPLSSTICSDNINKFYEDKKPNPKKVIKQLQFPDQMNTEEKIVGNHLQRYIREIDGSLLKSFLR
FITGSDLMPEDPLNISFVKLSGICRRPVAHTCSNLLELPSSYDNYPDFRAEFNTILNAGVWVMDII              
>Skow_XP_002741453                                                              
MPGPSGAYDKNGADGVYASLFRDEKVCHISDTEDVQKLSQTSPLEDILSILAEQINLDTISKFNISRNQLFDCVKRGLKR
KSFSPFNKISVKFTDDEGSSEGAVDEGGPMREMLALTMNHIVGSHLLDGTSTTKFLTCISKSVDENEYYLVGQIIAMSLV
HGGRAPHCFADHFFNVIVHGTESVKHTTEDLPVGSAVKDDLLKLRNVNVEEANSVISGTLENLLELAGTWKHIQSEDDKE
NVIRDTIKWYLFGRTKTALDQFKNGLSTLGVLAAIQEYPSVFKPAFCYEAVPLTAATFAVSEKVVITRSENGSTAYNVES
RVLAHWADFLQDVEESESQLTLAQILMFSTGCCEFVFGLQLEVQFLHEKEADEMHSKFPKTNTCAGILSLPVVHNTYNEF
KNAMEFGIANAKGFGCA                                                               
>Skow_XP_002741375                                                              
MADVDPETLLEWLQMGQGDERDMQLIALEQLCMLLLMSDNVDRCFESCPPRTFLPALCKIFLDDCAPDNVLEVTARAITY
YLDVSAECTRRVVAVDGAVKAICNRLVVAELSSRTSKDLAEQCIKVLELMCTRESGAVFESGGLNCVLMFIRDNGNLIHK
DTLHSAMSVVSRLCGKMEPSDTSLETCVESLSQLLRHEDHTVADGALRCFASLADRFTRRGVDPAPLAKHGLMNELLSRL
SSCAVPAGGSAKTGTPGALASATPESKSNPNVSTIISLLSTMCRGSPGVTHNLLRSDLPEAIEKALQGDERCVLDTMRLV
DLLLVLLFEGRKALPKSSVGSGNRSLPGLRRLDSSGERSHRQLIDCIRSKDTDALIDAVDTGTFEVNYMDDVGQTLLNWA
SAFGTQEMVEFLCERGADVNRGQRSSSLHYAACFGRPQVAKTLLRHGANPDLRDEDGKTPLEKARERNDEGHREVVQILQ
SPGEWMVPVSTTSTERPTATLVEGAKKIEIEPEDGEPKDPEMAPVYLRKLLPIFAQVYQNTMLPSVRKATLALIRKMVHY
IPLTLLVEVCEEEGSGYNFTSVLVEVLAIVLDHDDDDDGHLTALQIIDDLMKKGNDIFIVHFAKLGVISKVFNLAGPPEE
HEDGAIAKEQDEDEPQLEDAKEILQGKPYHWREWCLARGRDCLYIWSDAAALELSNGSNGWFRFILDGKLATMYSSGSPE
GGSDSSESRGEFLEKLQRARGQVKPGTGSQPVLSSTCPTKLVVGNWTLSCRKEGELIIQNSDGQQQATILREELPGFIFE
SNRGTKHSFTAETSLGPEFSTGWSGKRGKRLRSKIEAVKQKVKQIAQQLYEKYFRAAQASPRGVVSKLKSIVCQLEASCD
AHNDPSKSLEGEQSWSEQMKTALESLTLLLKDENTLSAYELQSSGLVQVLLRCLNNVSYLSSTNLSRIMERIGVFKAAFR
DSDDVVEDDFESSLQQPSVMLVRKLIAALESIEKLPLFLYDAPGSGYGLQVLTRRLRFRLERAAGETALIDRSGRTLKME
PLTTVGALERYLLKMVAKQWYDYERTTFSFVKRAKEGPTLVFRHQRDFDENGIIYWVGTNARSAYEWVNPGQYGLVAISS
SEGRNLPYGRLEDILSRDVSALNCHTNDDKNAWFAIDLGLWVIPTAYTLRHARGYGRSALRNWLFQVSKDGHNWVTLYTH
TDDCSLNEPGSTATWPIDPSSDEKQGWRHIRLQQMGKNASGQTHYLSLSGFELYGSVTGACEDQLGKAAKEAEANLRRQR
RLVRSQVLRQMTVGARVVRGMDWKWRDQDGNPAQEGTVTGELHNGWVDVTWDHNGSNSYRMGAEGKYDLQLAPSHVPITE
GSLGLRNLKVGKTEITTTVGSSNVKGITSSGPLVSKKSSSSPTLCGEADGRGASKDFVLSSDAAAVAVAEGVLAALNVSS
EGVAAAALSEVRASASISSVSDAARRAEEKSKKNKGTLETTVSEDAKDATGGPPTSATSTSNMSVSVPNLSSPAANLLET
FAAVTRRSSGMVGGASNNMMRSTGGTAGSLGRLPFTPVPSNNNVWSSTQSLPNLTTSITTRSSITLTTSPAVANSVNTTS
TVAASLCTGLTTSLTSSSESDDFLESCRTSTLLAELEDDDDLPPDDDDDDENEDENEDDEELYEEVLQEEEEYDTRGGRR
RTWDDEYVLKRQFSALVPAFDPRPGRTNVQQTVDVEIPSPGSAEGAFCDESETLPSPRLTLFIRGPGLPGLEDTEVKLGD
LESTVFKHVQKLYTKTLIGTKQDRLRRIWEPTYVITYREMKPEDSSPDSENAGGRWSISFVELHLGSDELPKSELITYLQ
RNADIHFLRRWKLTGTPKNIRKNRNCSQLVAAYKEFCGISSKPSSPKHKPVATRSSRILSETDMPQPKNRTDPSACTVDD
VLQLLRLLYGMATDVSNRRREGVPVHHYNVSLEEFQSKKLTTKLLQQVQDPLVLASLALPDWCEKLTNKCPMLFPFESRS
LFFTCTAYGVSRAIAWLQDKRDATLERQRTPSSRRDDQHEYRVGRLKHERVKVPRGEQLVEWATNVMKFHANSKSILEVE
FLSEEGTGLGPTLEFYALIAAEFQRKSMGLWICDDEFADDMARQVDIGRGTKPPGYYVQRASGLFTAPLPQDSEDTDRVV
HIFYFLGIFLAKCLQDNRLVDIPLSRPFLKLMCMGEAGSSIHEPYLDSTLHDYDGTSNESLSEASTDDYHELISSIPDED
SKSELILDPPKTKSPAWFAGLLTWEDFELINPHRARFLNQLKELVARRKKILIDNTLTEEERNNQIQNLCLENLAGSGPP
VKLEHLGLTFQFNPSSKVYSFTVVDLKPNGEDEIVTLENAEEYIEAITDFCLHTGIRRQMEAFRNGFNDVFPMEKLNSFN
PAEVQTMLCGDQTPEWTRDDILNHTEPKLGYTRESPGFQRFVNVMCSLDSDERKCFLQFTTGCSSLPPGGLMNLHPRLTI
VRKVDANDNTYPSVNTCVHYLKLPEYTTEEIMKEKLLAATSEKGFHLN                                
>Skow_XP_002740945                                                              
MNHIVGSHLLDGISTTKFLTCISKCVDENEYYLVGQINAMSLVHGGPAPHCFADHFFNVIVHGTESVKPTTEDLPVGSAV
KEDLLKLKNVNVEEANSVISGTLENLLELAGTWKHIQSEDDKDTIIRDTIKWYLHVFGRTKTALDQFKNGLSTLGILAAI
QEYPSVFKPAFCYEAVPLTAATFAVSEKVVITRSENELNAYNVESRVLAHWADFLQDVEESESQLTLAQILMFSTGCCEF
VFGLQLGVQFLHEKEADEMHSKFPKANTCAGILGLPVVHNTYDEFKNAMEFGIANAKGFGYA                  



>Skow_XP_002739367                                                              
MIHTNKKTPFENNCGKELRGKFCSHCGTESYTKAAVVDAPEKAGRAKFGKVKSFEEYRRQKTATAFRKLPVTNKKKPGRP
SSAEDDSVTINIGIMMFDDNVLHLKSQWGKRLPLKIEKNATYWSILNKALKKWKAFSKDFIKEGQTYLLLFQDGNQAMFV
PGSERSDESFSLCRYQEELGKPYKRICLYLCTEEDYNLSLGLNTDYEEEDEILCVDQLSTNRDPQPLTSNFVDKRGTGVT
CMPPKKKKKVDSNMSADDVSNDVSNTQPSTSQKRSESANIDETEYDTYASLLFDDKVKEWYSDDEFNISRSKLYECVKRG
LRRKSFNPKQKISVKFTDDAGSSEGAVDAGGPMREMLTLSLSHIHGSQIFDGGTKNKFLSCISSCVDDNEYYMAGQMIAL
CLVHGGIAPHFFAYHFFDALVHGPDFVKPTIDDLPENCTARDELLKLKNASLSEANDVLSGNLENLLELAGTLKVMHTED
DIEKVLSATLKWYLYGRTRAAFDQFKNGLSTLGVLTAMQQYPCSFRSAFCEDVASLTAEMFENMVVVTRSEVGSNKYNQE
SNVLAYWADFLQDIEEGTSDLTFSQILMFSTGCREFAIGTKLEVMFLHEKETNGEMSKFPKGDMCASILRLPVVHNTYVE
FKSAVEFGIGNVEGFCYA                                                              
>Skow_XP_002738994                                                              
MPLSHGPRREGPSKIRLTVLCARNIAKRDFFRLPDPFAKIIVDGSGQCHTTDTCRATLDPKWNQHYDLFVGRNDCITISI
WNHRKIHKKKQGAGFLGCVKIIANTIQRLKDTGYQKLDLCRSSQDDGESVRGQVVISLMSRDRGGSLSTVVDSRGVPATI
PAIFNGANELPEGWEGRQTPSGRVQYINHVTRTTQWERPTRPANESSSTSLVSTSSSISSSRASNSTSSSSNRRNMRRSR
STRLRNFMNRTALHSEEDLPEGYEQRKTAQGQVYYLHIQTGVSTWHDPRVPRDLTNISSEDLGPMPPGWEMRTTATGRVY
FVDHINRTTQFADPRLSSQVINQMAAKITEDSSPAPKYKRDLVQKTKNLRTDLQTLQPQTGHCRLEVSREEIFEESYRQI
MKMRPKELRKKLMIKFRGEEGLDYGGIAREWLYLLSHEMLNPYYGLFQYSRDDIYTLQINPDSAVNPDHLSYFHFVGRII
GMAVFHGHYIDGGFTMPFYKQLLGKPVSLDDIEDVDPEHYQSLIWMLENDITGIIENSFCVEHSAFGQITTYDLKANGKD
ILVTEENKKEYVRLYVQWRFMRGIDAQFQALKKGFEELIPPHLLRAFDERELELIISGLGKIDVNDWKSHTRLKHCTPDS
NIVKWFWRAVESFDEERRARLLQFVTGTSKVPLQGFKALQGSTGAAGPRLFTIHQIDGPTDALPKAHTCFNRIDIPPYEN
YEKFYEKLVCAVEETCGFTVE                                                           
>Skow_XP_002738758                                                              
MGEEQFGRCPFKTASSPEHRVADTPVDCKYLEELAGIDVETNTRFQHLDTDAKMLISFAIQLLQDELNMKEWLEGKGLQE
YLDRLILHGFTNLYVLADLDLNDFDLLLTLRITFEDFMIFRSNLKELHQAKNQVDFRSEAWRHYVRATRTPKMTFLSIIF
SIILFVILLPILIIIICKNLLDNPRLLFSTSRSRRTPQTRLNSASFLNYIIGSFLDPNKCRVQWGWSDTPVVGDTLTFTI
SCHRNNGTRYPISSRDNLSVNIHLGDHKIDPIVEIGSEAEKSSNMAKVTYTVHRAGRYAVSVKLGGVDICGSPFEKTVNP
GEVVASNTSFLQHSSTFVVTQGEFNELAIEPRDEFGNICDQKLASTFDNPYEIQVTEVGELKPETFSPVWQVTDEVKNKI
MVHIKMPHTGCYKALATYQGKTLKNGEFNILVLNETDAGKVKKNVAKKSLNIWYEAYLLRSNNERHRKLKKVFCYISPKQ
LTIKEFYLRIIPKRLYTFRVCPATKFQFFGVNNESGHPMFTIDDGSQPQLELASKERDILAATFTQFLLKNIGGSETFHD
KQDFFFREVRQIHTRRNRSKMNLTIKRSEILESSMKATKYFTTSDWCKHMEITFVGEEGLDWGGVRREWFEILCLALFSP
ENHLFTRFKEDNQGLVHPNPNRPHHLAKQKYFEFAGKIVGKCLYESAMGLGYRQLVKARFTRSFLAQLIGLRVNYRYFET
DDPDTYVTKIKYIEENDVDNLDLVFAEEEYNSLGEVEKIVELLPDGSNIPVTNQNKMRYLNMLAHYKFTNSVSDEIEHFL
KGLNDIIPDHLLSIFDENELELLMCGSSSFDLDDFKRNCVINSGGGYNFRKIIGWFWTIVASFTQEEMARLLQFTTGCSQ
LPPGGFSDLSPRFQISASPTYCTLPTAHTCFNQLCLPSYDSIEQMQKALLVAINEGSEGFGLV                 
>Skow_XP_002738170                                                              
MAVPVTSITCPTCGTHSAPISAHRRHLPMCPNCRGEMSTTSTTSVPVTRTRRNRLTASAGATATPSTSRDHLPPLDGNTS
KNEQDRTGRSTRFSGLSNFFSFGKNKNRNHDKDLGRSSAQKELPPISPGPNSLVTTPVNTTPDSNSTEKEDIILTKPKSY
KDFQDEVEKAKLSGDYKTILEFLEITFSSFHNLNLTFKKNPSKEYNTLDISGVDQDFLNSVYECMDVVPNDIKKAVLKAI
INSLLKDMKKPRSKDDLRAYLILVQNPQFTGISTYVIFAHLLRQMAALPDQDHHFLVHWFKLLSPENFKALVQRLLQFIS
VRLFPPHPAELPPMNKCTWWIPSATKVLALPYAANTLSTPPIIPYTDFYNSTLDNMDLMSEYYAWQKPSSSQMFTFCQYP
YILSLAAKRTIMQKDSEQQMIIMARRSLVAKVQQRQIPDMGMLFLNLKVRRSHLVHDSLHEIAAQKVDLKKKLRVTFAGE
PGLDMGGLTKEWFLLLLRKIFRQEYGMFSYDHKSHCFWFNHACTDSMQEFNLVGVLMGLAVYNSIILDIHFPLATYKKLL
SPAVVPYNNPRSSVGRATFTLDDLAALHPDLAHGLKELLEYEGDVEEDLCLTFQINMQAYGTVVTRPLKANGENIPVTNE
NRQEYVNLYVNYILTDSVYHQFAAFYYGFHSVCASNALLMLKPEEVEILVCGNPNLNLEELEKVATYEGYKRHDAMIRYF
WETVKSFPLHMQKKLLLFTTGSDRIPIGGMSEMSFKIMRVDTSPDMLPMAHTCFNQLCLPPYRTRKQLKQKLIIAISNAE
GFGLE                                                                           
>Skow_XP_002738147                                                              
MFGFNGDYRSRPKVSLGGASKQEKTESLLLQNKLERQKRENHRRRIVSATQLQSWWRGSRVRQNRRHKEREDFDVELQHY
HKSKRYITKNTLSTLYRQILYFYKERKDSDRLVSLCQLLIKHPNVSLEFLLDQPKLWVYQTGQILLHCCQLLETAAQSST
AISSPLRVIEIYTSIDTYRKDKRLTQIQTTQIVIKLMSSLIHKGYYQSVMTLLNERVPSDIEQSPNPPTPIATTVLELVL
RPIKLSQSCKENKQFRNVVFEGLCQDIFCPSLTDQIGLYLLPALAYGKYPFPFVDFLHCLIPQDTMETNQSTDTGLEHLT
VWASPWLLYSVLLLVEPVADYSPRWHSIRLFCVIFGTVQYLCLPGQLQGIILFLIDEEKNQGRLVSMHFFPFKVQIPLIK
MLSRGSQLCKEDTNRILPLLSLFCSLFQQALITLHDAEFYGGSGSDSESLMPFEISELIPMSLTLRDACIGMIELAHPET
KPSITEDYRHAMSSVGARHNATSAQELQKQTQNWAHVFRVTTHLVKQLHERDIRRQFCPNDHWLSKYISISADKSSKVHR
GHHAGFARMSSLRLSNRLWSLRHAMAPVSSRMTADDEPPMTTTEARQLTILTELPFVVPFEERVKIFQGLLIKDKEESQG
GEMQNFLTGPVIDITIRRNYIYEDAFDKLRPDNEPDLKKKMRVQLINAAGLNEAGIDGGGLFREFLSELLKAGFDPNRGF
FKTTYDRLLYPNPQASLLEEDYTKHYYFMGRMLGKVIYENMLIELPFASFFLSKILGRHSADVDIHHLQSLDPELYKNLL
FLKNYDGDVSDLDLDFTVMDNDLGETKVHELKLGGREIPVTINNRIEYIHLIADYRLNKQIRPHCIAFREGLSNVINLDW
LRMFDYHEIQTLISGAAIPVDLDDLRQHTNYSGGYTSEHEVIQAFWSVVENFNDRQKRQLLKFVTSCSRPPLLGFKDLHP
AFCIHYGGSDADRLPSASTCMNLLKLPAFTDKQTLSEKLLYAIESGAGFELS                            
>Skow_XP_002737735                                                              
MANEMKDMSKQELMEWADELGVTGKDKRKFILEQLSSQRANSLRGLQRMRVGIEQLSALLTDRALEVYSRMSDTDAVEYD



RVKVALLTRYNFTEDGYNKRFREIKPESSESPDQSSQTPNTEVNCSSTSTQQLYKSNPQRQPGKRGRTPKRKHPLPSLCI
ETLKVQKLSSTQTVSVDTVPPKRKRGRPRKVACESADQASSSINKPLSRATLKKFETTQSESNRQRSQSLCSDSSKNSTS
SKQGKGVSDKGCRNRSVSTASTASIQSAVPLRRSRRNSRRSSIDSAVSLDRQENVPSTSVAIRTNRRKKKPTDNKVKVKS
EVFKLEATEPSSSKTKPKRKPGRPPTNKTSSSEPSTSKGKGFKKQTTKGKGKHLKATDPSSSVSSKTGNSTSTNPSDPQA
PTSSSRRSSRGREAAGRGRASRGESPSPEPGSLRRSQRQKTTGSCASSSSFYFTTNSSRRGSGPGKRTIAGTRRQEAAMS
NNDNQDGTNANNRPNEENTTAGAAAATSSVTGAAAAMAAMGENESDESEMGRLQALLEARGLPPHLFGALGPRMHQLLNR
SMSSGTSTKAQQLLTGLQSSDESQQLQAAIEMCQLLVMGNEETLGGFPVKQAVPALITLLQMEENFDMMNNACRALTYMM
EALPRSSAVVVEAVPVFLEKLQVIQCMDVAEQSLTALEMLSRRHSKAILQAGGVSACLLYLDFFSITAQRAALTVAANCC
QNINLDEFHFVADSLPLLSGRLQHQDKKSVESCCLCFARLVDNYQNDAKLLQEIASPALLTNLQQLLLISPPVINTGTFI
MVIRMLSLMCSNCPHLAVHLLKQNIADAVGYLLMGSSDQASQEIELVPRTPQELYEITSLIGELMPKLPNDGIFAVDAML
CKSNVQNTDAAIWQWRDDRGLWHPYTRIDNRIVEQINEDTGTARPVQRRANPVSAGSATGLTPVETEDARAVLLKEDIDL
ASSFIKALFAVLYEVYSSSAGPAVRHKCLRAILRMIYFSSPELLKNVLKSHAVSSHIASMMSSQDLKVVVGALQMADILM
QKLPDIFHVYFRREGVMHQVKHLAESKWDQPSPVKEAHIVKASEEIISTHSPLDESIDQDSFAQGRLSDVLKRKRPPKRT
SARKSKYAAPDELPIGTGPYDNLEPYSKGSPPLPSSKPFTSAATGRSTALKGRTAQGKGTGASPKTSFLASLNPSRWGRN
ANNSGGPSDKTAKEMPLPSTASMASQTMANNKEKVKVWIKDQANKFVNQYFGVEQRGDSHPALNILHRLCTATEKLSLEN
DYGIEALQEISNIMTESDVSPFELLHSGMIAKLLAYLVSQKDANAVSRYTRLKRFLHVFLNCPAPDSKSFKALDLASPPP
FLQLVNKLQGCVNHLEQFPVKVHDLPGGATPGTRGSQAMRFFNTHQLKCQLQRHPESLNLRQWKGGPVKIDPLALVQAIE
RYLVIRGYGRIRQANDDEDNSDDDASDDDIDESLAAAFSGTGLNVRHRLQFLIGDRILPYNWTVYQAIKQYGIQTDEDRD
TDDENNPLGRASIWKRTHTIWYRPVPDDDHKDITTGNISASINSNKKGKESPPTKVSPRLKKNEEIQTDSFKLSPFKALD
DYLTPVLPSSFQSLDPSLEVISLLRVLHGINRNWHCLYEGAEPHAVLSTHEFINSKVTAKAARQLQDPLVIMTGNLPSWL
GDVAKYCPFLLPFDTRQLLFYVTAFDRDRAMQRLQDNNPDMNSSDAGERVAPRLDRRKRTVSRDNLLQQAETVIEELGSS
KAILEIQYENEVGTGLGPTLEFYALVSQEIQRADLDIWAGEAVPLPDPKGNQDGVLYLHAPTGLFPSPIPKTAKLGAVAK
LRYKFKFIGRFVAKALMDSRMIDIPFSLSFYKWILGEESTVSASDLRHVDQVIANSYNQLQDILRQKKRLEHDQSHTPAS
LQLALDSLTMDGCSVEDLALDFVLPGYPNIELKKGGKDIPVTIHNLQEYLQLLVHWTLVEGVSRQCEAFRDGFESVFPIS
LLKCFYPEEMDQLLCGNTYEPWEMKTLMDCCRPDHGYNHDSRAVKLLFEILTFYNSEQQRQFLQFVTGSPRLPVGGFRAL
SPPLTIVRKTFESNESADNFLPSVMTCVNYLKLPDYSNKDIMESKLRIAVMEGQQSFHLS                    
>Skow_XP_002736541                                                              
MNMLDFTYSGIFLNSTEDDRGGPMREMLTLTMNHIVGSHLLDGTSTTKFLTCISKSVDENEYYLVGQIIAMSLVHGGPAP
HCFADHFFNVIVHGTESVKPTTEDLPVGSAVKEDLLKLRNVNVEEANSVISGTLENLLELTGIWKHIQSEDDKENVIRDT
IKWYLFGRTKTAVDQFKNGLSTLGVLAAIQEYPFVFKPSFCYEAVPLTAATFAVSEKVVITRSENESNAYNVESRVLAHW
ADFLQDVEESESQLTLAQLLMFSTGCCEFVFGLQLGVQFRHEKEANEMHSKFPKANTCAGILSLPVVHNTYDEFKNAMEF
GLANAKGFSYA                                                                     
>Skow_XP_002735403                                                              
EWFFQVSQEVLNPMYCLFEYANKSNYCLQINAASSVNPDHLLYFRFVGRFIAMALFHQKFIYSGFTMPFYKRMLSKKLTL
KDLETIDPEFYNSLVWVKDNNVEDCGLDLTFSADFDVLGKVESHDLKPGGSEIAVTEENKEEYLSLMTEWRFNRGIEEQT
KSFLEGFNEVLPLQWLQYFDERELELMLCGMQEIDMDDWQRNTIYRHYTRNSKQVVWFWQAAKDFDHEKRARLLQFVTGT
CRLPVGGFTELMGSNGPQKFCIEKVGKETWLPRSHTCFNRLDLPPYKSYEQLLEKLTFAIEETEGFAQE           
>Skow_XP_002734900                                                              
MDQFFCGLNDVGGLGQIIKENPDQFRDLFIDRGKRLCRKDIKCLYQIDFSENGCNRLNEEEDTIYSLELYLQAVENGEHP
VSLEDILVFATGSNRVPPLEFAKPITIQFSSTCENEKRFPSSSTCDLRLWLPRGVDSFSSLMNRALLESHGFGKI     
>Skow_XP_002732898                                                              
MVKQPLLQQHGIQMFIDSHSDKSYYGLVERLEDGETVIVAEGYLFELQRRGYLKAGAYVPEVVLEHPDLVKNLYREFVHA
GSDVVLAFTYYAHREKLRLIGREDDLEKLNKTALRMAREVADETGTLMAGNICNTNLYLKDDPDSISTVQSMFKEQIEWA
VEGGADYIVGETFGSLGEAMLALQSIKEHGKGLPAVITLATHLYEIEGECATNDNVSMSDACKQLQDSGAAVVGVNCTRG
PKTMIPVAQCIKNKCTIPVAALPVAYRTTDKEPSFQSLTDPQTGKRVFPINLDCTQCCQDDMIEFGHQCKDLGLQYVGIC
CGNSSSLTRSLAESLGRQPPASRYSPDMSKHYAYGTHPSLKKFNTEKLVKHFTVSGQFPGACGLRYSVQQRDGSVYRDIR
LDHGVLYPPDSGWRGLKLLIVYSADKKGTTKADDLLKLKNSDLDKVHDVLNQNTSLENLIELAGTWRLVSHEEDKEDMIL
ATVKWYMYGRNRPAFDQFRDGLSTLGVLKAIQQYPGSFKAVFCEAALPLTAAMFENKETVLYTRSEIGSNKYNLESNILG
YFADFLQAAEEELNITLSQILMFSTGLKEWVYGTRLEIQFLHDKELGKDGAEGELSRFPKANTCSCILHLPVVYRSYENF
IQDMVFGIVHAKGFGYA                                                               
>Skow_XP_002732646                                                              
DFGISPKLTDRLSVMEAENLTPVPEAAIKYHQLSSSLPTRGGGLLGELKNTSKLNTTTGSLGKKISTSEENKKKREDEER
KKKAEIQATAAQRRMEHDKHFKDEEDKTKRDHERELADLKARLSKELENAKLDLLNDKEDALREFKQKIKQEQDKEEREI
EQERDANIKTLRKDVRDSHEDEEARLQESKSDSLRKLRDKIRREQEEEEKKLRNELEQSMQKLKDELQDLQKNDKTNLEE
EKQKALNKIQKEVEEAVKAEKRKLEEMKVKGVDETKEKLDSDLQTMIDDLEKKHSNKMEQKRKQLVEKHEREMDDLVAEL
QEAQSEEKKREESKLRASREKQSAVEELGEGLENVLKERKQELKDEHRKELEKLRKEHEREIKKIRQEYEEKELRREFEK
KKEKLHGKHEEQDMTLKEMTESLDQRRKDLERELKELEKEENELERRQEKLREEMDKYEQEQDDAFSKRATDANARDLEK
MQAERKELQNGIKDEKKDFDKLKKDKSKLEAEIRKMKRTREQQAKKLSEMSQRLENTEIDMVNSAVPRTPKTPGLQLDEL
EPSSPEPEGEEREMVHPRDLFKSDDDDDEEHFTDEEDEEEEEKKRPRKKVSEKPRRSSKRSLADLPEYRQRHINQHQQNR
RAWKDYDSDESEDYRGFNAKLQGHYGDLKVRLSLENDAIARAKEFLRRQKTSLKRRQLALQEARQELRRDLTDQQIDGAT
DSASFLEDVQINLEKEALELDKAMVNMSTGHRLVREKEHKLKLLEESLADVLIINNKYFHHTETTKKSRLTETEVMELLK
ECKENDNYSPLVRVIGEVFSCTESLSTSFLKTEKSEELEEKLDEDKDIDESAQKLTVEQDESVQNNVTVDIEAVRRVYRA



IFMQGSSRTENALLNALMYLSPTVEIDLRYKKPLTLDPNYLNLFLIVMENPMLQSPEYLEVALPCFFKAMSLLSIPAQCR
LAKVWSKYPIDNLKKKLEVLQQLITFKVISGQFGGIATRTLQVSEDDAIISATKCMKILYYSSILAGIVDKHNDTIQHSH
EDPLNDLFGAIGHEPKERRTPKEDPLEKELGVKAIDSYKPAMSREDFYNDPLNEQIEMDRDFTHYKSDLDDRFSFLNYPF
ILTPATKNIGLYYDNRIRMYNERRMTVLHSLVQGQQINPYLRLKVRRDHIIDDALVRLEMVAMENPADLKKQLYVEFEGE
QGVDEGGVSKEFFQLVVEEIFNPDIGMFRNDEVTGDYWFNPNSFESDGQYTLIGIVLGLAIYNNIILDVHFPMVVYRKLL
GKTGSIQDMKDSHPVICSSLMSLLEYEGDVEETFMQTFEISLQDLFGAPVTYDLKENGSSIPVTNENRKEFVDLYADYVL
NISIEKQYRAFLRGFQMVTDESPLKQWFTPEEIELLVCGSKHLDFNALEEATEYDGGFTRDSPIIRNFWEIVHNFDEEDK
KRLLMFTTGSDRVPIGGLSKLKLIIARNGPDSDRLPTSHTCFNVLLLPDYSSKEKLNERLLKAVSNAKGFGML       
>Dmel_FBpp0071300                                                               
MQMGRHQNRFYMSHRVTLFEQEIMGFVPIEERSPQGSPVLNSRMPQRAPPPFRRDFEAKLRSFYRKLESKGYGQGPHKLK
LHIRRSHLLEDAFRRIMSANKKDLQRGRLAVLWDTEEGLDYGGPSREFFFLLSRELFNPYYGLFEYSANDTYTVQVSPLS
AFVDNCHDWFRFSGRVLGLALVHQYLLDAFFTRPFYKALLRLPVALSDLESLDNEFHQSLQWIRDNDIGTGVDLGLTFCV
TEELLGSVVDRELKPGGKNIIINEKNKKEYLERMIKWRLERGVQEQTESLVRGFYEVIDSRLVSVFDARELELVIAGTAE
IDTNDWRLNTEYRSGYHDNHQVIVWFWQVIERFSNEQRLRLLQFVTGTSSIPYEGFSALRGSTGPRRFCIEKWGKPNALP
RAHTCFNRLDLPPYPTPELLYEKLLLAVEETNTFGIE                                           
>Dmel_FBpp0072169                                                               
MFGFDGEYRRRPVQSLGGASHTCDRDTVIRKAALERQKRNELRQKENGAVVLQSYARSFIHRQRRKRAEREVFDIYLMGH
KDGIVEDESLTFLLRRLNFFYSIREAKDSERLIEVCQQILRQPARLLQHSSPDSLWLLRLCKLLDTCLLQLSLSHTAQAI
PLRMLETFTTVSSVQQYMKDEAVLFQYMERVFGFLIARNYFVRLRRLLDDKCPPLDGETLHAPSPLAEALLQLLLRPLEV
AKRASAGGQMSSMSMAVCRNFTRDILATPHTDPLRYFVLPCFALNVDFPFDLLMRSLYDALESAGPAESDSTSSRRSFLF
YGVETGHKTTRMDSIFSSFLLNSLMVLDRRQLATLHQSPLLVIYVRLIAEMMPNILQLPKSTLRGHANAPHRHRDGDDDS
EESEDEDEELPAARTLDYDMEQTCRTSGELSVKERECLLESIAILNETERVDFIVQQLDPHIENTHLIYALCEICHNLMI
YNKHAVFEYKLLYTLAFTPKFIRAVWFKLAAESTQLGFSAPLTLISKGVVPKHQGVDRTIPLLATFCMLFGRLLPTLHDV
EFVENKLLLQVHSTINHVRLMPFSIAEIIQMSKTLKDISMGLVELAFPETRSNLANYRKVLGHTEADDKKLRHQKQIWAN
LLNVVVFVLNQIHTRDLRLGFCPEDHWTVTRLDLPLDRPTDLPLTHSSRLRGIRPFQPIRDFTREDFENGPPMSTKQIRS
ITILREIPFVVPFNKRVSILQSLVAASKMRVQGNMQAFLQGPSVLITVRRSHLYEDAYDKLRPDNEPDLRFKFRIQFVSS
LGLDEAGIDGGGVFREFLSELIKTAFDPNRGFFMVTTDNKLYPNPNVADLFEDYEKHYYFIGRILGKSIYENLLVELPLA
EFFLTKLAGKYSDVDIHQLASLDPELYRNLLYLKDYSGDVSELNLDFTVASSSLGQTQIVELKPQGQSIPVTNSNRIEYL
QLIADYKLNVQIRRHCNAFRKGLSNVLPIEWLYMFSNKELQILISGAEIPIDLEDLKKHCEYGGEFSPEHPSIVTFWEVL
EGFDDMQRRQLLKFVTSCSRPPLLGFKDLDPPFFIQNTGDMERLPTASTCTNLLKLPPFKTVEQMREKLLYAIQSGAGFE
LS                                                                              
>Dmel_FBpp0072563                                                               
MASGKELYCWGSTSHGQLGLGGIEDEQILTPSQIPWTPDTAVQQVACGHRHTLFLTATGKVYACGSNDYSQLGHDLPTKR
PLLIPELQDYVIIQICCGSRHSLALSDWGQVLSWGDNDCGQLGHATDKEIVQLPKVVRQLVTKTVVQIACGNNHSLALTS
CGELYSWGSNIYGQLGVNSPNDLTHCNYPLRLTTLLGIPLAAIACGGNHSFLISKSGAVFGWGRNNCGQLGLNDETNRSY
PTQLKTLRTLGVRFVACGDEFSVFLTNEGGVFTCGAGAYGQLGHGFSSNEMLPRMVMELMGSTITQVACGNRHTLALVPS
RGRVYAFGLGSSGQLGTRSTKSLMLPQVVIGPWVSPSGSALLQSNDSQVSLVIRQIFSGGDQSIVTTTLFVDKVPPEDFR
NYNPKSQILTLTAEVTKQCAQCKQGLQSDMDLLSSIELIFRSQACWNGSFLLDHDRHFGCSVRNHGLDLKAAQLAFDNLR
AVENESIRQVIWDNITKELVGSLVCSPADVESMRLYLLLPLYHEFVNSKHYKSLQVPFANAIFKLAENPRKVLNKWLAQT
PAEYFEHLVQNFLHVVIHIISFKMGLAAASPSAERRQQLLPYNTELEIILKLMKTLCQINNERHDRLNYQIFYWPDLSDY
ADVQQEYVKWIMADTARDFNICNYSFIFDQSAKTALLQADQALQMHSAMANAATMQAFSFFNYGMPISQFIVLNVTRENL
VQDSLRELQHYSQSDLKKPLKIKFHGEEAEDAGGVRKEFFMLLLKDLLDPKYGMFKEYEQSRLLWFADLTFETENMYFLI
GVLCGLAIYNFTIINLPFPLALFKKLLGKPVDLSDLRQLSPPEANSMQSLLDYQGDDFKEVFDLTFEISRDVFGEAETKC
LKPNGNEIAVTLENRQEFVDLYVDFVFNKSVELHYNAFHKGFMKVCSGRVIHIFQPEELMAVVVGNEDYDWQALQDNCEY
REGYTSVDDTIKWFWEVIHDMSEAEKKSFLLFLTGSDRIPIQGMKALKLTIQPTPDERFLPVAHTCFNLLDLPRYKTKER
LKYKLLQAIQQTQGFSLV                                                              
>Dmel_FBpp0073898                                                               
MKVDTVKLKKGSSELTAECRELIDELTKRRTRAELLEFLDTVHVWIYGKCELYHWIEILDRFDKILEEASRHVNGNEFVL
QCDTNFQETDVTLLLHVLNFTTLLIEHSFSRHLYNSIEHLTVLLSSQNMDIVLAVLNLLYMFSKRSNFIPRLPFEKKELL
IVKLFNIAERWGDPNYGLSLKDCCIGEPKLEFLYQLCIDYVDEHGHAAQLEIPDMMDLCHTASAPEVIKTIAGQISKPSE
AIKMRIAHRVRLISGFNNYKLRLQFVQARLQAVSILIYSNALQDNTDKVLYAGFGEELCELIDKEDVHLVEIRAAVLRTL
TSMLHFDRNPNVPSRAGSRLMKIVHYTGAERQGGTLPLLVRDCIDNLTTHGLTERYPLILATSLFSLLYHLASYEMGGTA
LVKSGMMQSLLCVISWPGVDLEHITFVTRAVRVIDLITNIDIARFHQNNGLNVFIDRLEKEIKSCCKALADIGITLKEST
LRDDHKLDTSLDHVDEDVEDGSGENASVTSGNASPRRDNSSDGATGAGSIVYRAYHEHIGGAGSGAGLLDIGGARSSLSG
GSSGTSGMGAGSINRDGSAARPPAIMYPTNSYYARPLAERKAELSSQLPSSLAPKKPSCVTQRAALLKSMLNFLKKSIQD
HAHFSNMRNIMETSLTQSLRHIIANAEYYGPSLFLLATDVVTVYVFNEPSLLSSLQDLGITSVMLKALLQKDVPATREVL
GSLPNVFSALCLNERGLFEFLSYDPFDKVLKVLLSPDYLVAMRRRRSSDPLGDTATNLGNAMDDLIKHHPYLRADATEAI
VRLLNELVRLGSDPSFICWRANKESSGSGSGSGSHGGGHHVASTPSPMVMVAGTGSASSVLQGAADTNDSSGDDDDDDDE
MSSASQQQQQPTTPGQGGGPSTPRTQQAGGVVGSGAGATGTPAAASQAVKVVTPPEREAIPLIDYILNVMKFIEAIFSNS
PNGDHCREFVLHGGLKPILQLLSLPNLPVDSPVSTTSQAVANVCKAILSQAQETKVLDVALKQLADIVAQLKPLIKHFTF
PGGSVLLAELVCCQRLEDGFANAEYTPILHNMSFVHGYVVMLVHLCRNASNDMRTILLKRWGVNRETGVQLLQQLVQLYI
SLVWESTILLNLCSDEPTQHPDLIWDEIAAQMSAAAGTADPLTEAELSRKLERAAEFRTKYTPEEQFRYIKSLLAASSRL



GRALAELLGTLVKLSVGSPQTRQRRINDLISNITKVPTPEAREIARILSSILVNGFSHESILPKPVPKLKLTFLICSVGF
TGPMLFDDKRSAFHLMISQFCAENGLKAFFEMFYWALSLDNVSQKFEFDQWASMEDLMQSHEDDKRDCPEGTGEFLDAWL
QLLEKMVNPRAMLDSPYTMSPRLNYMPDSVPFEPVFYLIHIHQLAMQALRRIWARRPIPNYGPSMFETMILILKHLIKSH
QTLLDRYHTRMKEIKFENLYIRSTDDGLNADHIKTLTDMGFMHYHVIEALRTNASLEEATDYLLNNPEASSLSTTGGQSS
SSAPPPPPPPSASTMDIDVDVPADGESTQSKSSTSPNSSYDYKHLKLMPSLIFDRFCDEAISRAFEFMEAIPDTVNSAAD
LIAVLYRRHNHLNKQVFVTNFVRNIIQWVDFTLQLFEPAKTTGSKASRLEECLTGMTATRLFVRLKTSTLLLEENYSDLH
RPLVEAITAQDAMVSLVKLLDCMSQWMLEQSTETNTGQQRATVPRWVQNLVDLIDAIDSISHILQRKANMRAVSSDVWRW
YDASTGKWNAYSEANNELIRNAYAAGERWLYINIGRQRCTVSLNCMTQVSEASGTHRPVCPALKLSEAITSLNNPVALHK
VEHILNRVVRTAPDGSGTVHSDELISLRQLVNFTDGQQPQQSENSANPSEEATSEDGPAAANSGSPPATMTTRSKTRQKS
AAAAAAAKNKSQSGGSPPIPKRTQKIILNEEQVGLSKFDCGRIIGSIVDLLQPSHQMLNETKLSLLRLCARLTRNYDNAQ
VFIRRGGVRMLLHLQQACSFMGFPTYANIILRHVLEAPPVLQEAMERVLGMRAAGIVPVGHRDLIYVLTQVSSAVSRNPQ
IFVAAAKEMLKGEYLINTNSTTLADDARVMVKSKFGQQPTAAAGGATPHNQTPTPPPAAKDELKDDPQVQSSVAVLKELL
HGLVQPCWHYGGTGSLDRGQGAAELLQPDQPPGTAQGCHDDEETPAPVSSKKQSSSGGGAAAAGQTGQATEKFEPCCCTW
HIPTSGHTHAKPTISRATLLKLLADSTRAYQSLVPRVLLSHVYTPADSPLISAPQQTFLGVLLDRFLPITQRHHVPEVST
MTRVLICSLSDCYQQPGVQVHVAEELHAAVARALAQPDSAEKHTRLQVLMSLFPNLIESPMLYDKVHMHRNNMYRVLLRQ
GVMTYLTKVAQYKDLSNHNTLSTLAAILRPMEILLRFSVSTTTLGSKRILFGSGGPGGPNASGNGNNTAGGSSGNGPGSG
NTYGTIINRRLYPRLAARTGFGSAMERSNAMGGEHVLRDIIRNVLSDRRHAFEFIFNSDDMAVDSEDAAAPGSGVGGGGS
GAGSVGGGVSGSVSGNSSAAVIDVVEERSNGGDTNDPPANVSSASSGAGQSSTSGGPVRPVVNFDQLWDDFLQSEGLRLA
SRSGGGAGSGSGSVGASSSGQQNGSNTTASSTNSGNNSGIGNLRLRTNPDVDVGSGNGSGSGSGSNAGVVNDNGISGGGG
SDGASTSSDTGAPGGARDLNASLLGDVSTSESDSDPSTENDERNEEDEDEDDDAPDEDVDEHSETDVDEERSRQFIEVFD
HIYEPESSETASNDADVDNDDDDDEDDVDDDDDDDEDNDDDVREEVQSVMDAEIENRIDIALALVSSNNRPRRSAAVNAS
GDGSANRTNPDDEVDDEDDDVDADPDGDPDVDPISGPSAAQAEAYLYERLGSGLMPTPPVGFRVRMNSSIAQPLDIDVNG
GNAGSGSNAGATGSSGGSGQRSSTGGTTASIGAIASAALRPSSGSWMAPDFNFIRISGGDSSMGSGPAIGGNANGGDMNV
FITPSMSLERAGGAPGSGQTMSELLNEQPTGAGGGGGGGSASGVGGVGANGGTTGQHPNATLCTNGVRRRLLYLDQQYCV
CMPTHQNPTEETQMETFTQDALHWWLEEATLLDMESQTDACLYAAHFLLPHLIKELKAAHQQRKQEEAARQSTTPASGSN
ASATSSSTTSVVGTAAPTATSSIASGLLANAVSAGSGSSSLVVPPVAASATGGTRRSSIPVLISSTLGPSSASSATSATG
NGATSDATTTTGGPTRNFSSVDSNVSSETQTTTRPPRQRGGLRQQSQLPFNIYAEIDLTNEQDSEGDRSTSTTTGTAADG
AESQSQHNSSSTAAQVAVPQHQRHPPVPLLPSSGRPSRPHTRLDETELLLLQLTDRQIRNRLQGSSGHTNSSRTSGSALI
NARPNRDLPACLQRHDHPAGSIFPRPSANRTPAPTLVSMPTPMSNAALEQLNVTAPDVVRTDRNFALPSSLEVDVDVLPG
IVDLPQQEAQPEDDQLLLPPPPPPPPSDTTPLVHAEDDLWPGTVVSAGTREESSAPAVATESTEAVNESNQPEPTPESSE
STSPNPQAPSAEPTPLEPGAAVDASVGAQTPATTEEAASTAGASGTTATITDMSPEVRAALGDLEVPEGVDPSFLAALPS
EMREEVIQEHLRMQRIRQRAQQNAIQIAHDSLVEVNPEFLAALPLNIQSEVLMQQRIEQQRQAAQTANPEDPVDTAAFFQ
NLPENLRQAILTDMEESQIASLPPELAAEAQFLRRDWESRNGARMDAHPPSNALSRFQTTLQSLDDTRWHSSIWYDASGN
AQPQHHQHTTIVHQHPHAHHAPNMGKPLALLMMEDENILLDPDSLATLLLFLFVEDQKVNSMRLHRVIRNLCHHEPTRDW
IISALISIIQKTNEDNANFGAGQAGGKPEWLKLRVDAAFGYKSNIFLINRLYEGSARSISINPQAAQMIVRNCLDLLFVL
AKHYPSSFVPFNRDVKARRILSAVFGMPSPTAGSGGGAGSGSAASGGLTGYDDVPPGGTLDFRSRFCRYQVVNRLRSIFD
DHPAPKPSVPLDEAPSTSKAAAAKAAATAKVSTAGSQNKHSVPYQTNAKNFWDVVLNIDQQTQVRLANVAQFPLTSQPAW
EWQPNTADFLSFSESPFGQLLEMLPYKVICRSPHLTDMLVKLLASLSTELPKEEELLPLSDQMPPLVPIGPVQRAGAAAA
AAHPPPPQPPAENTATATEIGDGLAANIEEQASPASGNPASGDSNAGAKRTQLPTLSVALPVTPSKPRRKIYSKNFSQLQ
LVIEVLTHQCGTTEGLDNVAKLIVNLTQCSQASSAIFIQYLTAAILGLAEEVRQAIQMLLNEIRMYNIHQGGAGTTSQAA
STSGAAAATASYVPTVSGASLLPNLAVHEGIMQDRFTAEHVIISAPKNAKPTCELQLPSMKKLMSNSSAQPYFLRTLKIF
MQVRDMYEAQNGLSTGGGVACGAGDNDDDIIDIEGDGGASGGSSSDMAPGSASTISPPPPMETNQIAQDGDDDEEDDDEA
RSFPGVGNHAVASASKSTKPTLSQILCLDVLWNTLSECLVALEESKDEFAVLVLQPTVEAFFLIHASHRGASKKSGRSFM
PNAAGFGLRAAAGAGAIGGLGAAAPSAQEYSPFMDDVSSANTPSSASFDDEPRMQDASTNTPLVTNPSTSTAMSAHEAQL
RQDRQKFLQFAEKHRTVLNQILRQSPTHLSDGPFAVLVDHTRILDFDVKRKYFQTELERLDEGIRREEHTVSVRRVTVFE
DSFRVLYRLGPEEWKNRFYIVFEDEEGQDAGGLLREWYVIISREIFNPMYALFCVSPGDRVTYMINPSSHANPNHLSYFK
FVGRVIAKAVHDNKLLECYFTRSFYKHILGKQVKHTDMESQDYEFYKGLDYLMKNDISTLGYELTFSTEVQEFGVTQIRD
LKPNGRDTAVTEENKFEYVQLVCQLKMSGSIRQQLDAFLEGFYDIIPKHLISIFNEQELELLISGLPDIDIEDLKANTEY
HKYTSKSAQIQWFWRALRSFDQADRAKFLQFVTGTSKVPLQGFGSLEGMNGIQKFQIHRDDRSTDRLPCAHTCFNQLDLP
MYKSYDKLRSCLLKAIHECSEGFGFA                                                      
>Dmel_FBpp0075916                                                               
MNGGGGGEDDQHLPGVSSASGSAAGAVGGRATPEMKRSAVRSLIKRYFHQLQSGCGNANCSNANCASSGKVAPMTPNEVA
ARALQLFSQDAQLCEAFTSEANSPQDVDMLSPNDSSSSSSGSSTSTITSASTTTTTSRQSQSTPAAVVVPVSSPYLTQSV
PQLDIAGAEHSSGDSEPCTPTLAPVHSLDANSLIALYEQCRAADSYDRICHAIGVVFSSVDRLGKSFIRSAEPAASSSLQ
ELLANSPGALNKEQLRTLEGEHDKDEDSTQQVDEQSESAANATATAESVESEAEPEEEDDDVCSSQSSDTLVDLPGLRRV
QRLLFGCQIRAITEKLTSSVIQLSDWVIYMRTDWERVIHCLVICFDLATNTNNSVVDMDYLDRVLPKLCQAASAMPVPAQ
ARLARIWAAHCSDQLHSLIAACQQQITLQVLLDEESMRENESIISVTKVLKIVFYANILASELERPSCRVPLEDRTEAAT
ASGSAAVEDDLFVYNSLLEPHMPKFAEDQFEKELQVSAIDCRKPLIPLEEFYNEALSENIQMHHDYLSYKTLAMESEIGS
GHANYFSFMLYAFILTPSTKVDALYYDSRMRMYSERYSSLHSILNNIGQVGQEDNPRPDLKLTVRRDQLINDALIGLEMV
AMSNPKDLKKQLVVEFVGEQGIDEGGVSKEFFQLIVEEIFNPAFGMFIQQEETNNMWFNATPFENGAQFTLIGIIIGLAI
YNNVTLAVNFPMVVYRKLIGYCGTFADLSDWSPALYKSLKSMLDYQGQDMEEVFEQTFKISYSDVFGDVVQHELVPNGQD
VLVGQHNKELFVNLYSDFLLNTNIEQQFNAFRKGFEMVTDESPLKLLFRPEEIEMLVCGSREFDFVELENSTVYEGGYTE



KSQYIQDFWSIVHAMPSEDKHKLLEFTTGSARVPVGGLKCLRLLITRHGPDSDRLPTSHTCFNVLLLPEYSSREKLEERL
MKAINYSKGFGML                                                                   
>Dmel_FBpp0076247                                                               
MFAQNQKASFLEQTKAAREERALEKRREQAAILLQSTLKGYAARRKYQKRIILDFDAMFTENHDDKDAELELVASNVYPV
LRRYLTQIRLDKSDVRARERLERICRYIIKAMESENTKLSYAALCLFKERSLPWIAHIKILLTNCLTLLPELKPENHADS
LSLALFLHTLVVFTAPKSWAILRNAQFEKLQPAMQKICCNIQGHLVQHDFYKIMRLVLIRGTVREELSVKPVTLVAIITL
CLRPLIDGNFSRNLLAKFLSEILSVPALIYHLQQSVPQCLEQFSSMGLLKKALSISGDVQWFEEFGTSMPGTKSLAFLGN
IVNLFNIDGQGESKELAYPLLTETTTSLLELIPNTVTTKGVFTQWHELLGWHTPGPEPAQNQNVALIKKQFHMLWDHRCI
KLLLGDLLKQINLNYERIEFQSPQQPSISNLLRRALERSSTRGVNLMGVASSKQSKQQWRKLDSAEVVQVSRICGMYYAA
LNTLSQMKLDILTGICYSDNVLYDIWLLITSLGPNCGMKEYLELLKSETNLQKPQTAMLMLFCDCMTHYVTILDEHEMYT
EQNPFKLNDYVLLTYFLNNILYKLINDNLLAGAKNIVQHPVFLSLHTLMLCLYRRDCRRPFTPPKHWLIPEVKPSTFIND
LEKAKRNAMLLLAKMPHIIPHEDRVKLFRKFVQNEKAVMGLTESACASPRSALIVIHRDRIVEDGYRQLAAQPTQALKGV
IRVRFINQQGLHEAGIDQDGVFKEFLEETIKKVFDPSLNLFKTTSDQRLYPSPISYVQDNHLELFEFVGRMLGKAVYEGI
VVDVPFASFFLSQLLGQTQQALYSCMDELPSLDNELYRSLTFIKHYKQDVSDLNLTFSVDQDVMGKIVTLALHPGGKARV
VNDHNKLVYIHYMAFFHMNTQIREQTIAFNRGFRSIVNPEWLSLFSPPELQRLISGDTSPLDLKDLQKHTHYYGGFHDTH
QVVCWLWDILAKDFTEEERKLFLKFVTSCSKPPLLGFAHLEPPFSIRCVEVSDDEDTGDTIGSVIRGFFAIRKKDPLNRL
PTSSTCFNLLKLPNYQKKSTLRDKLRYAVSSNTGFELS                                          
>Dmel_FBpp0077495                                                               
MADGNGLPAGAASGGMEAGQTVNGAGSASPTPTSSSGAGASGSANQGYHQLSVTIEEASLRNNGFLKPNPYVELLIDSKS
KRKTDLVKNSYLPKWNEEFTVLITPNSTLHFKVLDHSSFRKDAMLGERIINLAHILQHYNGRCEFLELTIDLFVTSKSDN
RQTKSGELVAILNGLKLDMSKLQIQPVAGQQNGNPPVQAVNPSVVSDAAAGRSCMIYGGVRARMRLRSSSGNSNGGETRS
PLPNGGGDHRRSTQAPPVWEQQQQQSQNQQQPLRMVNGSGAAVPQTAPYPQQPPAPALARPLTQVYGALPENTQPAAVYL
PAGGGAAVGPPGVAGPPIEQPGVGLPVSQSTDPQLQTQPADDEPLPAGWEIRLDQYGRRYYVDHNTRSTYWEKPTPLPPG
WEIRKDGRGRVYYVDHNTRKTTWQRPNSERLMHFQHWQGQRAHVVSQGNQRYLYSQQQQQPTAVTAQVTQDDEDALGPLP
DGWEKKIQSDNRVYFVNHKNRTTQWEDPRTQGQEVSLINEGPLPPGWEIRYTAAGERFFVDHNTRRTTFEDPRPGAPKGA
KGVYGVPRAYERSFRWKLSQFRYLCQSNALPSHIKITVTRQTLFEDSYHQIMRLPAYELRRRLYIIFRGEEGLDYGGVSR
EWFFLLSHEVLNPMYCLFEYANKNNYSLQINPASYVNPDHLQYFKFIGRFIAMALYHGRFIYSGFTMPFYKRMLNKKLTI
KDIETIDPEFYNSLIWVKDNNIDECGLELWFSVDFEVLGQIIHHELKENGEKERVTEENKEEYITLMTEWRMTRGIEQQT
KTFLEGFNEVVPLEWLKYFDERELELILCGMQDVDVEDWQRNTIYRHYNRNSKQVVWFWQFVRETDNEKRARLLQFVTGT
CRVPVGGFAELMGSNGPQRFCIEKVGKETWLPRSHTCFNRLDLPPYKSYDQLVEKLTFAIEETEGFCQE           
>Dmel_FBpp0079663                                                               
MGDVDPETLLEWLSMGQGDERDMQLIALEQLCMLLLMSDNVDRCFESCPPRTFLPALCKIFLDELAPENVLEVTARAITY
YLDVSAECTRRIVSIDGAIKAICNHLVVADLSSRTSRDLAEQCIKVLELICTREAGAVFEGGGLNCVLSFIRDCGSQVHK
DTLHSAMSVVSRLCTKVEPNTPCIQNCVESLSTLLQHEDPMVSDGALKCFASVADRFTRKWVDPAPLAEYGLTTELLKRL
QSVGGNTHSSLTAAGTQPTSSSQPAATTNSDAINENVAGTATISNSTKVKSSDAAASPQSISTTISLLSTLCRGSPSITH
DILRSQLADALERALQGDERCVLDCMRFADLLLLLLFEGRQALNRGSNNPNQGQLAPRPRRNNTNTDRTHRQLIDCIRSK
DSEALREAIESGGIDVNCMDDVGQTLLNWASAFGTLEMVEYLCEKGADVNKGQRSSSLHYAACFGRPAIAKILLKFGAYP
DLRDEDGKTPLDKARERLDDGHREVAAILQSPGEWMSPDHSLLNKDGKKYTLMEPRGDPEMAPIYLKVLLPIFCRTFLGS
MLGSVRRASLALIKKIVQYAYPTVLQSLSETSFSEDAASTSGQNGGNLLIEVIASVLDNEDDGDGHLIVLNIIEEIMCKT
QEEFLDHFARLGVFAKVQALMDTDAEELYVQLPGTVEEPAAAQRSSTSVVVAPRPTSDDPMEDAKEILQGKPYHWREWSI
CRGRDCLYVWSDSVALELSNGSNGWFRFIIDGKLATMYSSGSPENGNDSSENRGEFLEKLMRARSCVIAGVVSQPILPTA
SALRLVVGNWVLQSQKTNQLQIHNTEGHQVTVLQDDLPGFIFESNRGTKHTFSAETVLGPDFASGWSTAKKKRNKSKTEG
QKFQVRNLSREIYNKYFKSAQIIPRGAVAILTDIVKQIELSFEEQHMAPNGNWETTLTDALMKLSQLIHEDGVVSAYEMH
SSGLVQALVAVLSVNHWETNSPRCKRNKMQKQRVSVFKKCILEDNVESATNKPRTKSTASILIQKLVSVLESTEKLPVYL
YDSPCTGYSLQILQKRLRFRLERAECESTLFDRSGRTLKMEPLATIGQLSKYLLKMVAKQWYDLDRSTYFYLKKIREHRT
ATVFTHSFDFDEEGLLFYIGSNAKTCDWVNPAQYGLVQVTSSEGKTLPYGKLEDILSRDSISLNCHTKDNKKAWFAIDLG
VYIIPTAYTLRHARGYGRSALRNWLLQGSKDGSTWTTLSTHVDDKSLVEPGSTATWPINCATDDSVWYRHIRIQQNGRNA
SGQTHYLSLSGFEIYGRVVGVADDIGKSVKEAEAKTRRERRQIRAQLKHMTTGARVIRGVDWRWEEQDGCAEGTITGEIH
NGWIDVKWDHGVRNSYRMGAEGKYDLKLADCEYLSAFDGNQSMGSASTAAKPSEKGGNTLTSRKSSSTPSLPEATEKNQN
PEGASNQTVSADNLAWKQTVETIAENVFASAKTQIISNQLAMNTSSSREARAKHKESGTNQMHKDNISGPSPLSRELEHI
SDLSAINNSMPAINSSNVSDLATISENLSLTELSKENICRVLTPSYKPAESVTASQSSSHPDVQSSSPRENDIKNISNIE
ENNKMNANNSVNKISKDLLANLRTSNIAGCPPVTQLSTEALEMIDKMRDGVDMIRNMSNSILSTDTFPVPCTNVPVGGKK
TPKAQALINPDNANQKQIIVTSEEFPTKSSKKPSVTLKPAQQPNAVLSIVDIKEQPISNENVSVPSQMSISVPNLTTTSA
SEVPSTSEVATHTGLLETFAAIARRRTSQGTNIQDNQIMNAEANVNEHGDQNASGSFLGHSVTSLVKLALSSNFHSGLLS
TAQSYPSLSSNNSENIAPSNPSNTSAGQQSASTINHTLTMSLTSTSSDSEQVSLEDFLESCRAPALLGDLDDEDDMDEDN
DEEENEDEYEEVGNTLLQVMVSRNLLTFMDDEAMENRLVGVTKRKSWDDEFVLKRQFSALIPAFDPRPGRTNVNQTSDLE
ISPLGAELPKPQQSGGPETIEQPLLGLKLRGPGIGGIPEVEIDLSNTDWTIFRAVQELLQCSQLNKLDKFRKIWEPTYTI
VYREVSPEAQESTCLESEEFPQTPDVSSKSGASTLSPNSPMHIGFNVADNNLCSVDDVLELLTQINGLNQSEIDSDVKEH
GVSVLSEDLFISKKITNKLQQQIQDPLVLASNALPNWCENLNQSCPFLFPFETRQLYFNCTSFGASRSIVCLQSQRDVTV
ERQRIPIMSPRRDDHEFRIGRLKHERVKVPRNEDLLMWAMQVMKTHCNRKSVLEVEFLDEEGTGLGPTLEFYALVAAEIQ
RSDLCMWLCDDDLGEDTENSTQSAEGNSKPVGYYVNRREHGIFPAPLPQNSEICENVLKYFWFFGVFVAKVLQDMRLVDI
PLSTSFLQLLCHNKVLSRNLQKVISDRRNGDLSVVSEDSDIVETCTKLLRTDSNKSNAFGGILSLENLKEIDPTRYQFLQ



EMQNLLLRKQSIEFDDTISAEKKHELINELKLQTQNGLEVSLEDLALTFTYLPSSSIYGYTQAELLPNGSSVNVTIDNLE
AYCELLMNFILQDGIAQQMKAFSDGFNEVFPLKKLAAFTPSEARMMICGEQFPHWSREDIISYTEPKLGYNKDSPGFQRF
VNVLLSMSGDERKAFLQFTTGCSSLPPGGLANLHPRLTVVRKVDAGVGSYPSVNTCVHYLKLPDYPTEEIMKERLLTATK
EKGFHLN                                                                         
>Dmel_FBpp0081568                                                               
MVSMQFVLQPLPGSDDQFIERIREVSDKVNRFGYGSHRIFEQLKIPVKEVVIGPAHIGVLLEDGKAFRVSFSINSEKLDL
TKSDAKCSTSGGSGTASASKAPSSSRPMARSRARLLRATGRSNSTGQGSGSRSTGVIIGGSTSSRPLVTVPATYVPEELI
SQAEVVLQGKSRNLIIRELQRTNLDVNLAVNNLLSRDDEEAEDTEEGADNYVPEDLISLLDNGFSGDNNSVIIDPSDGLF
SEEIFSNYSSIRNLLFDRIRSERSNANANAADSNQSTTRSTSSGTALTGNSGLSAQISVNADREAFSRWRDRQYYGPRRW
ISKDDYTWEKDADSKKKEPSPMLSPIWISEELQPWPEKSSVRFKTIGALYSEFIALSESGDLYQWRWSDAEPYKSETENV
YHPKTVSLNIVERVELISANFIRCSVVTETNRVATWMDEQLGYIGAKLEHSCCAFNEFISDSITKIYVCSLYTVVKTESN
NIYWWGVLPFDQRRFLWDKFRTKTKKPFKVVATDINVGAQVIMKKCPMYQSGSIGFTCSNGVPKVGQLLNSVWTFTDVCR
MKIININTNSGVDKSQAAGNNLNAHGITPDKDLPKSTAMPSTGSSKNGQSFSNSKESTDRIDMPPPPSPASSTCSDTGSV
TSHKRTKRATTKEDSNAPQEGRKDEELWEVKDVVFVEDKVGPVGKVLKVDGDFVAVRFPAINAAAVAAAAAATSSTSNTA
STSKEEGKEDDWQQCRLLRREDVQIFRTAMSTRGPDWLQKQPKKINVGGDAAGAQILTLAVDSRGIHVIKKVLGKIHYSL
YNLYNCKQEQNCLFPTDCNSFIGSTPGNILMACNDDCSGNSSTIVLRDGNGALYPLAKDCLGSIKDPQWFDLPPVKSITM
STISLPAMLSGVNLKSKVCMTALLFDTQKLMPHILRCDVKNSFAALGRLEREDQADTALVVEERCDGARNIFHACVIMCA
PSSNKDSPPDSPSGGVEKKSLVGLSVARSIPTVSTSAYVSSIAFGASASSSNENSSFATMSSSAAGSASSTSRDNRTNLR
DMMNRLINSDQAEQSGSQPMATNNEDHAYIPWPAETPAASNLSASSSQNVSDSIEDDISKIIPSSSQSSMLSNIKLGSPT
YTFDLAQRREHALTILQQMCVSPALRPYLCHMLSTKDAQGQTPFMLSVSCRAYEAGIILLNTILMLSEQDPQLKEAMIFP
NGSPADQSPLHVICYNDTCSFTWTGADHINQNIFECKTCGLTGSLCCCTECARVCHKGHDCKLKRTAPTAYCDCWEKCKC
KALIAGNLTKRFALLCKLVSCTDLVTKFNSKGESILLFLIQTVGRQIVEQRQYRFSVRVRNVSTAATGATGNNSVISNRK
TSAAEIDNDMPDHDLEPPKFARKALERLLIDWNAVRSMIMSGAERGDVPNPAGSASENSNSEGFNMFIQTQHGSTLLDKF
THSLIVKCTSDHLDTLLLTLVRELQNASVSNRSKEAEEVVRRFVRSVARVFVIFNLEKQPNPEKRKSHSSCNKYVQSCVK
VFQTLHKISIEELCEVSEALIAPVRLGVVRPTAPFTMSSSNLDNSDDLFSVDPLAPSNVESPSEQILVHDAGNDQSANFN
IQQNYDVVAMETIRDASESEEVINREANSHNQDDELIENQRNEDGMQDDESDNDFTFNDAETESDSDDNQSNQEVQRSVQ
AGATVGSENDIGVLFLEDESGDSSAQEEDGSEDGESDDQSDEFNFNEQQLERRSTNSNARSDLAPQTMQWAIRSRDTARS
SVRVPTGSNMVFIDPMALRRSTVPASTTVTTPSIEPHTMATTASNLARAFGITIRQISELISILSYNVLNDIETSLKIQN
DEAIAVQAFVEKRLKATWDWMFTVMDGTEAQLKFGAYLTNYTDPNHPLHPLNLSAQASSSQTPAPATSSSVNGVNIMGSN
SRRDFFTYCLSLMRSHTSEHRDALPVLDITALRHIAYVLDAFVYYMRNDSGFYDKQDTISGRINNLSPMTESYDTDDELA
NLEEFNADVQMSASSMPSGSQGTRRHAFFARSESTLSLGCSAPEGFELPLDMAMPLADKPHLLQPNSKRQELFANLPLLV
TTNANNSGATNDGDGGSIFDYTPTRLGFSNSLKRNERVYETVPIDSSKTGDGNVTNKAEGSTDSNIYVQLKKKQGSDDFK
SHKEADGNQSKYEKVVLMETDDSLPSTSKSTEALMATRPEVIIAPNKASVSPATAARSVIVLAGGSCLKTIDSDINNYSA
SNLSTAEQAKCDTQYQKSTSDHLLLFPARGSQFYQSNFSELPSWNFLLSRWKLTLDLFGRVFMDDVGMEHGSVLPELRGF
PVKEMRFRRHMEKLRNGQQRDLVLCKLERNRESLIVQTFKELNTQFGNQSRRIQPPITFNRVKVTFKDEPGEGSGVARSF
YTSIAEALLASAKIPNLESVQVGTNHSKYVVPFSSILRSRTVSGSSRDQSTLQRRGSNSKILWRSARERKALNLDARPYT
PPNSSDNATPESLNDHLSVHLQQIGERLYPKIHSINQTHAPKITGMLLEIPTPQLLSVISSDETLRQKVNEAIEIITFKQ
KSETSAQSSQPKKSPSVVVVDPVDDDNEPLFYSPGKRGFYTPRQGFASFERINAFRNIGRLIGLCLLQNELLPLFLQRHV
LKYILGRKIKFHDLAFFDPALYESFRQIIQNAQTKEGEETINRMELCFVIDLMKEEGCGNRELIPGGRDVAVTSSNIFEY
VRRYTEYRLIKSQEKALEALKDGVFDVLPDNSMINLTAEDLRLLLNGVGDINVSTLISYTTFNDESSEGPDKLLKFKKWF
WSIVEKMNIMERQDLVYFWTGSPALPASEEGFQPLPSVTIRPADDSHLPTANTCISRLYIPLYSSKSILRSKMLMAIKSK
NFGFV                                                                           
>Dmel_FBpp0086011                                                               
MNKLDYPRRNGTHKVRITILCARNLARKDLFRLPDPFAKVQVDGTGQVYSTEISKSSLDPKWNAHYDLFLGIGDAITITV
WNQRKIHKGSGFLGCVRIPAFNIQSLKGAGFQRLDLGKLSPDDDELVRGQIIISLLSKDGPSSGNPLAIVGPSGDVRGPS
EDDSSEDSLPEGWEERRTDNGRVYYVNHATKSTQWDRPRQPGVVGSSHATSPQQRHNTHNGNSGDRQAPAGPTRSTTCTN
LMNNGHRSRDLSVTASDERRHSTEILSSVGKENTSPTTPVSATTTPGKKTSSSNSSSAGGRTLEQRPTNEPATPTSSTTS
ASVRLHSNDNHVKTPKHQTNGHAPPESTPTSPTGQQNYVNGNAQNGSTSGNGSGQAAQPQSASNGWTQEDAATTTSPSTT
TSPPRHSQSPPTPNISPPASVTPSANGNVHSPNANSTPAGSGGGSRSYTAATPGQRSQRRSSRQQGEESSTRRRSSRGTR
NGGTSGGGGGGGSGQRYASAAIAAANQAARPFLDLPPGYEMRTTQQGQVYFYHIPTGVSTWHDPRIPRDFDTQHLTLDAI
GPLPSGWEQRKTASGRVYFVDHNNRTTQFTDPRLSGSILQMIRRGTVPPTSAANAGTPAPPSATPATPSAAAAVPPQATP
ASNATPTTLTTTTNPPHRIVPDLPQGLLEGADLLPKYRRDLVGKLRALRTELQTMQPQSGHCRLEVSRNEIFEESYRLIM
KMRAKDMRKRLMVKFKGEEGLDYGGVAREWLHLLSREMLNPQYGLFQYSRDDHYTLQINPDSGVNPDHLSYFHFVGRTLG
IAVFHGHCLDGGFTTPFYKQLLNKPITLGDIEGVDPDLHRSLTWMLESNISGIIESTFSVENNSFGALVVHELKPGGASI
PVTEENKREYVKLYVNYRFMRGIEQQFLALQKGFCELIPSHLLRPFDERELELVIGGISSIDVNDWRNNTRLKHCTNETT
QVLWFWQVVESYSSEMRARLLQFVTGSSRVPLQGFRALQGSTGAVGPRLFTIHLTADVPTQNLPKAHTCFNRIDLPPYET
YQLLCDKLTQAVEETCGFAVE                                                           
>Dmel_FBpp0289746                                                               
MSARSSGLVAAAALPVPSSSSSVAGGDVPRPPPRRRAASVAGQQQTRQEFGNGYTPRRSLAAVNDSGDSCHLRIVVLTGQ
SLAKKDIFGASDPYVRIDLNTINGDINIDSVLTKTKKKTLNPTWNEEFIFRVKPSEHKLVFQVFDENRLTRDDFLGMVEL
TLVNLPTEQEGRTIGEQSYTLRPRRSVGAKSRIKGTLRIYHAFIRETREQSEPSSGNSDGEWEHVEATNAGETSAQPHPF
PTGGHDALPAGWEERQDANGRTYYVNHTARTTQWDRPTVLNSHSSQSTDDQLASDFQRRFHISVDDTESGRSADSISHNS



IEDNNNAAGLAYTPKTAATSSAPPNTPTNNNGILAQIAMQYRAEEDQDPTVDHTSFVYNSLRHPVAHRQPEISATSLQND
LRPVREAPGVPDIAITNPFTRRAAGNMAGGAGWQQERRRQQMQLHIQQHQQRQQQQQQNRILLDVDHRQQEPQHRGQRHQ
QQHRPSNEDTDHTDSHNPSDISAPSTRRNSEEDNAAVPPMEQNTGGEEEPLPPRWSMQVAPNGRTFFIDHASRRTTWIDP
RNGRASPMPNQTRRVEDDLGPLPEGWEERVHTDGRVFYIDHNTRTTQWEDPRLSNPNIAGQAVPYSRDYKQKYEYFKSHI
RKPTNVPNKFEIRIRRTSILEDSYRIISSVTKTDLLKTKLWVEFEGETGLDYGGLAREWFYLLSKEMFNPYYGLFEYSAM
DNYTLQINNGSGLCNEEHLSYFKFIGRIAGMAVYHGKLLDAFFIRPFYKMMLQKPIDLKDMESVDTEYYNSLMWIKENDP
RILELTFCLDEDVFGQKSQHELKPGGANIDVTNENKDEYIKLVIEWRFVARVKEQMSSFLDGFGSIIPLNLIKIFDEHEL
ELLMCGIQNIDVKDWRENTLYKGDYHMNHIIIQWFWRAVLSFSNEMRSRLLQFVTGTSRVPMNGFKELYGSNGPQMFTIE
KWGTPNNFPRAHTCFNRLDLPPYEGYLQLKDKLIKAIEGSQGFAGVD                                 
>Dmel_FBpp0290288                                                               
MGQMHCSPEDASLRSDLVLIRSFVVYKGRPPDHATRFDISMLVSHINVGGVMHAATGGKTFPTLKVKLCFGESMGISSLS
SCGDPERLPELPPLDEQRLQRAALHLQQKLILREWLKDHRLQHHYQRLLAVEVASLEDVYWLEDSRASKILGKDWQLWSG
ARQNLPTSKAQLDALKAQLWSTVVKSSQHQDAWTWGGMLVVSVSVAGLVTLAAMTQPSLAPEARHSLLQYVTGKYLLPAN
CKVQWDWKDPASVGGTMCFVVRFFQRNGQPYPICDTDHFFVEVTEGTRKVVTISELGSSTDPNNANIAKVKFTVRTAGQY
KISVLIGASHIAGSPFLRSFLPGAIDARRSRFIRPASTVICCAGAPTLMHIEPRDEFGNSCLFDQNQSDEALQGYQVAIY
DLHGVPVEKLQHAIVFAYDKVNSRVSVTALFPEPTCLRAVISYRDQQLPNGDFDIIVLSSSDTTLVHKNIASRKHNICYE
AKLLSIFGVSKNKPRKVLCYVGPKQNSLIFQVTIKEMILKFIPKRIATFRLCPSTKFHFLPQLVSQLHGPVFIIDDGAQP
KIELASKDRNIIAATFTHFLLKNIGGSETFKDKQDFFYHEVRKFHASYYHEKMALKVQREKILESSMKAVKGFSVSDWCG
NFEVTFQGEQGIDWGGLRREWFELVCSALFDARGGLFCTFHDKHQALVHPNPTRPAHLKLKHFEFAGKMVGKCLFESALG
GTYRQLVRARFSRSFLAQLIGLRVHYKYFEQDDPDLYLSKIKYILDTDLDATDTLELYFVEEMYDSSSGQLSKTIELIPN
GAKTRVTNATKNQYLDALAQQRLCNNVKDEVDSFLKGLNSIIPDNLLSIFDENELELLMCGTGEYSISDFKAHHIANGNS
AEFRRVLAWFWAGVSNFSQTEMARLLQFTTGCSQLPPGGFQELNPQFQITAAPTFGNLPTAHTCFNQLCLPDYESYEQFE
KSLLLAISEGSEGFGMV                                                               
>Dmel_FBpp0290558                                                               
MFNRQASGGAGSSGQGAGSSQTASAAPVSAGVGVGGGGGASGAAAGAGSAAGSGSGSGSGSAAPPSHSPDLYLRPLPFLD
AKWLRADLIASLRNAADGAVLWNHLIQDCELVSSPTAPLLNARGQLSYLGDDGKHYCGAQQLKCSCCQPEYCGPLSACNC
DGCRPLDSDTAIKKLTTQAAAQQAAHLSQATDMVLSGWLWSQPPSQQARLDCQRSMISELQELALRAAGNCLSAQHLRQQ
LFIYERYFVALKRERERERKSTTSAQAVASVTTANTTIAATTANAAVESQPAEQQAEHGALGLARVATHAALNFSFAFLR
RAWRSGEDTEMCSELLSEALASLQELPEATLFEAAVVSSLWLEVMERSIKFLRLVALGDPMGNRCTAPLNDRHTALCLLL
ELGVQKGTLAATLECVVLLLLLWEKDRAGNDNRDMPRKTGAPLQRILLRYQKIGATAKGGGIAGGEPAPVASATETFLRF
LSLPKSSAAIVDLRRAAVVIISHLDRMVQPLMPRCLLRGGQATAASSSSAPQQRIYALGWPSLSKDQQGFSAEPTLSWSG
ESAGVPTLSCRFQIKQVACCETQMLILSQEGKLYTWRLAKPEAEPLPMEEVAHDVFISIAGHCEGRHFLAIDSNHNAYSW
GTGEDHRLGHGDTHARAVPTKIAALEQHCVQSVYCGCSYSAAITCGGNLLTWGRGTYARLGHGNSDDRSLPTLVVALSDH
MVVDVALGSGDAHSLALTSEGLVFAWGDGDYGKLGNGNCNGSLQPILVESLPRVQRVFAGSQFSVALSSEGQLYTWGKAT
CLGHQLVERSVQGCSVPRLVSSLQHKRIVDVAVSVAHCLALSSSGEVFGWGRNDSQQICPASVSSEPLLRTPILVSLPTF
PASGIACTSAQSLVWTQSSHQGVPRRAPFVVDLGEPTFRLLDQLLGMCSSQDNRQTPNQESECIAVACLNLFRLQLLALI
ANGVEPRQVGLASGSRLLCSLKTRILGLAGGSQVLRTIQVAAQQALQDGWSVLLPTAAERAQTLTSLLPSEPGQASSAGH
RFMTDLLVSSLMAEGGLESALQHAIRLESSSCSADCGDGVHLPLLQLITRLLSNNAALSQTRLSPTLGKQQEKEEEEREQ
QHQEPSTSPSLSLLHRFQRLLLSHIHQAQPEEETTGAEALLLQYMHALIPACVATLQKAHELALQCREPGENSFGQMVGH
LGRVLQADISDALLNELLVGLLLLKRDRPQCLGGLRWARLFLPLLRVLDRLNRALGEGELRDGDDMGWPGIICRGGPKGG
PPPADPETHYVRRADMENLLLDGSRCIILAGYVCDLSGYNCESETLRSVLDSGLGKDLTAEMSSQVHRTAMEHILEHHKL
GKYMVQASTEEKSSAPGPSRLTHFSSECALAQLLGLVANLMCSGPALQPAELQCRQLDKSSLLSGGLQLLQPSNPFDEEK
GEARSSHSCHSTAGNTPTELPPPLPMQQQLAPGRGKSQLQLRADAFISGLAEARVSEPPVAAWLALTERYCKAHNLMWHQ
EFATEHPVQELERLLSAVLIRHQYLGGLVLNALETEVPPPRQLGEIIRLVHQAKWSVVRTRQQLNRSYKEVCAPILERLR
FLLYEVRPAISPQQRGLRRLPILQRPPRFKMLVRRLLQELRSSRQPAKPEDLLNASIQQEQEKKPQSMPKQELEEQEEEE
TLLRRLNERQIHGEGELDPALMQDIVDFALQDSCDVETARRAMYCQMQRYQLRLAGLQIVQQLLELHGLLDAAQYSLLNG
FLGLHLKSTSSGGGSTGSGSSLHVLGQLNMISAYQKARLLLAQSRVLDWAVRELRRLVNQEQQGHARGKDSTNLGTYVLL
KRLPRARFLLSVFGLLAKELGPNELGFLINSGLLGTVLGLLAQTGGEGATGGQVHGELSILYEDSVLKQKSSKAQLSGPD
LAKLMKIGTRIVRGADWKWGDQDGNPPGEGRIISEVGEDGWVRVEWYTGATNSYRMGKEGQYDLQLADSALNVASPTEPE
REDVSGSEASPTSDSHPSKLLRHCAAKLLQILAVGTGLHGAQLDKDALRGMTSMFRTIIYPKPSMSNISYALGWLNLGFI
RAISGDCPRLCLELSTPGWLSHYLSLLEQPAGNEAGVYRQLHCLRLLQLILAQWGAEEEPRMPALVHQLFATLGRIALHC
PGDASLLPTAEGKARVLLTASHSGSVAEELVALLRRLHTLPSWNPVINSFLAQKLCVAAELLAEQSHSTALDSEQVFVLG
VLGAMGGHDLRPRVGLHCFHEGSHMVIASFTPKGRCLLAPGGVGSGVGFVKVQLPAVMPHLDHTVFSLSRLPMNEMLLNA
WTVLLYGPAPELRELPSSADGRLDLALLRAQQLQMAVLHTNGVLYRHQVALRRILKQRAPGSIYASPDEPDRSDAESQQP
GEQDQQLSSGSGQEPQLLIQCILLRATQASPVKACYSYMDLATAALNCIQSLATQAHQELSEGGGVPPNGRALSSPPQPT
MVHGVPVYNVARKEQKPSEQVEQKSKWPAAATDAQLIGQIMEMGFTRRTVELALKQLSLQAEIMPTPEQIVQWILEHPDV
CANTIEEDTLPLASSASSHDPEADSDNECPSSNSTTSSSTSSDTVEGQPMAVSGPAPPVKFESRKDFQTADLYALYVRGL
VRPGMTVRCCRDFEEIKQGDMGTVLIVDTEGLHDLNVQVDWRNHGSTYWVCFVHIELVEAAQTHHQPRPPPIAVGARVRL
RTSSLRYGMLCPLRLGRSQGSSAIGVVSSVRSKQLTVDFPDQPAWQGHINEVELVASQPTSATLPSLGDSCSQMPPSDLI
EDWSRCIRSLTVSSNEAAAKHLLNGSNQPWQSCSSGPCRHWIRLELHDRILVHSLTLKVSPEDHSHMPSLLEIRVGDCVD
SLKEYTWIPVPAGASRVLLMQQVPTYYPWVEVVVKQCQNNGIQCKIHGIKFVGRRQQPDLQHILANAQFLASEYSAGVGP
GSTAGAGAVSTSHEEAAAAPEQDLPCTVMVWGLNDKEQLGGLKGSKVKVPTFSQTISRLRPIHIAGGSKSLFIVSQDGKV



YACGEGTNGRLGLGVTHNVPLPHQLPVLRQYVVKKVAVHSGGKHALALTLDGKVFSWGEGEDGKLGHGNRTTLDKPRLVE
ALRAKKIRDVACGSSHSAAISSQGELYTWGLGEYGRLGHGDNTTQLKPKLVTALAGRRVVQVACGSRDAQTLALTEDGAV
FSWGDGDFGKLGRGGSEGSDTPHEIERLSGIGVVQIECGAQFSLALTRAGEVWTWGKGDYYRLGHGGDQHVRKPQPIGGL
RGRRVIHVAVGALHCLAVTDAGQVYAWGDNDHGQQGSGNTFVNKKPALVIGLDAVFVNRVACGSSHSIAWGLPNASSDEE
KRGPVPFSSTRDPLGGSSLGIYEAETMQTLKQEAKPLNQSSLSESLALETPAARQAALGHVLRAMSILQARQLIVAALTS
HSKVNFKERGAVGGEEDHLIGGPIMGAPLQLAETIAQGGGEAPADATDAGLQEHSPEAAVDALTGGMSGGANTLPPLSAG
PLSAFQSLTGSLSMSGSLSSSALPQHKHSRMSASAMSVMAATMTQQEEMLSHISHCHGLDDFGGLLGEPEAKSLVELLKL
AVCGRCGPPSTSQTIADTLISLGAGTPAVAAMLLETCITELEDLCTSRHCLGKLPKPVMQESSHPYVDNVNVTGVVRIPG
AEMLRLEFDSQCSTEKRNDPLVIMDGTGRVLAMRSGREFAHWAPEIRVLGDELRWKFSSDSSVNGWGWRFWVHAIMPAAT
LGESGSDRAVLSQPSMALVMSLLDSRLAPRQPSVLLRLASALAACSQLGALTTAQRIWSLRKLHAVLLLEQAPRPQDPSL
STLLQPLIPELLRQYEYEEPQVRGGIHLMHSDYFKTLAALACDMQLDAALPATSSSSSSSAAPGAISSTGDVHKWAWFKR
YCIAVRVAQSLIRRTELPRAFCLEVRKKFAEMLPSSSSNSNANPGCQSPGASMLNSTTSLSSSTVSNVSPPPGITGEQPD
LHCHAHQLESTSTLLHEDHTLFQAPHDAQLLQWLNRRPDDWALSWGGASTIYGWGHNHRGQLGGLEGSRIKTPTPCEALS
LLRPVQLAGGEQSLFAVTPDGKLFATGYGSGGRLGVGGSDSWAIPTLLGSLQHVFVKKVAVNSGGKHCLALTTEGEVYAW
GEGEDGKLGHGNRMSYDRPKLVEHLNGMSVADIACGSAHSAAITASGHVLTWGKGRYGRLGHGDSEDQLRPKLVEALLGY
RAIDIACGSGDAQTLCITDDDNVWSWGDGDYGKLGRGGSDGCKLPYKIESLAGLGVVKVECGSQFSVALTKSGAVYTWGK
GDFHRLGHGSVDHVRRPKKVAALQGKKIISIATGSLHCVACSDSGEVYTWGDNDEGQLGDGTVTAIQRPRLVAALQGKHI
VKVTCGSAHTLALSTSQLSERLRPLPNPPLEYDLVRDLAPEALHARLILLHHFSELVCPCLAMLPISGDLSLGALKDVLV
YNIKEAAFRKVIQTTMVRDKQHGPVIELNRIQVKRSRNRCNGLAGIDGMKSVFGQMVQKLPLLTQEALALPHRVWKVKFV
GESVDDCGGGYSESIAEMCDELQNGSVPLLINTPNGRGEAGANRDCFLLDPTLSSVLQMNMFRFLGVLMGIAVRTGSPLS
INLAEPVWRQLTGEVLRPTDLTEVDRDYVAGLLCIRNMDDDPKLFTALELPFSTSSARGHEVPLSTRYTHISPRNRAEYV
RLALGFRLHEFDEQVKAVRDGMSKVIPVPLLSLFSAAELQAMVCGSPDIPLGLLKSVATYKGFDPSSALVTWFWEVMEEF
TNQERSLFLRFVWGRTRLPRTIADFRGRDFVLQVLEKNPPDHFLPESYTCFFLLKMPRYSCKAVLLEKLKYAIHFCKSID
TDEYARVAMGEPTEATGSEDNSDLESVASHEG                                                
>Dmel_FBpp0290652                                                               
MAESVKSQSLSALTEGQHDDGGSTATSATLANKTSGTNTTSASNHSSQRRRNNNTNSNRNKSHHKNEKRNAPATSGPAVS
SSVDVVPATSTASATSTRRSRSQGRHSSAAALSSKESQIPKRSVGAIRSPSSPAFNSIPVVSDQSLSPGSRKRQLNQHNN
SNNKASSSHQSAPGGDQLVCAPLKKRRLQQSLGSGICEGAVEINLGAASFDHTPRQASGDCVAQRTRSKTISPEELPSTS
SAAAARHHQIRPSASSTSFSSSHRNKRKASIGGSIAAVETTPHRGTAAARAGRSGNLLNYYRKTRKVSHTRSSQKSEKQS
IPAEDTTANRNGSAGSGSSSKSGVIPKNRKSLRHSQQNLLDTEAAEVESAAAETGGEQQSEHGNLDVIDQLPTPEAGPNQ
SEASGIHNQSQLEADRQPVVQDEDDEEDDEEEEEEEEEEVGFYGIVNSAGSSYEEDTQIVAEEDEITTEEEVDDEDDDEI
EEEDLSESEFAQQLIGELGGERQQPQRATNNAKKTKNNTPAVAAASTIKATTTATTSSGYQQRAAPHGQGAAPGAGGGGP
RATRSSNSNSSNNVVDYSIMPHLTTVATTTPHALTPQQHQQQRQPPQPPSHQQQQVHQQQQPPQLLPTHQFAHLSSFVTP
TAAAAAAAAAAHYPPASAAAAYFAQQQHHQHQHQHQQQHVQQAQAPQPHYYHSSVAVLHQPPPHHFTSTGAGPPPALFQQ
QAPPQLTRYTPATATTAATFVPPQQQQVVYNPQQQQHSSLRRSSRGKTGSCVSSAAAAQQQQHHQQQQHSSAAAAVQQQL
LPPPGTYQYQQVGGNTVVVAVRHQQQLQQQQQQQQQLALHHQHQQQQHQQQQQQHQQQQHQQQQRATLVQPGFLFSYRSN
QPQQQQQPAQQIHQGPKVTHSSAASDALTYSLMAQQPPSGPPHAGGQQITPGANSANLSIVAAALSAARDVGGGSDGGGS
AGGATPATGASASSVGNTSAVGASSSSNSSAGQAASSNSNNVTATGSGSAPGGGPTSTGTTSGTQHGSGSGAAAAVDSES
DDSEVGRLQALLEARGLPPHLFGALGPRVTHILHRTIGNSSSSKANQLLQGLQSHDESQQLQAAIEMCQMLVMGNEDTLA
GFPIKQVVPALIQLLRMEHNFDIMNNACRALAYMLEALPRSSGTVVEAVPVFLEKLQVIQCMDVAEQSLSALEILSRRHN
KAILQANGISACLTYLDFFSIVAQRAALAIAANCCLNMHPEEFHFVAESLPLLARLLSQQDKKCIESVCSAFCRLVESFQ
HDGQRLQQIASPDLLKNCQQLLLVTPAILNTGTFTAVVRMLSLMCCSCPDLAISLLRNDIAATLLYLLTGNAEPAAASAT
HVELISRSPSELYELTCLIGELMPRLPLDGIFAVDSLLDRPTLNTQDQVHWQWRDDRGSWHNYSTIDSRLIEAANQSSED
EISLSTFGRTYTVDFHAMQQINEDTGTTRPVQRRLNHNYVAPMSAGQDLTTTSAGSAAAGGASTSAAAAAASSNNNNNNN
NNPPGNSVNLNQVKRRPSLDARIACLKEERGLAADFIKHIFNVLYEVYSSSAGPNVRYKCLRALLRMVYYATPELLRQVL
KYQLVSSHIAGMLGSNDLRIVVGALQMAEILMRQLPDVFGTHFRREGVIYQFTQLTDPNNPICANPSPKPLSATATPTAN
AGGSQSAPASANSLQVNPFFMDSAPGLSSASTTPSSSKHQSYSVKSFSHAMNALTASAKGTPSGALDATSSSTTAGGYNY
SSSAPSSSSGAPAAYFVTQQGDPRQYVHFQQPAVPAPPPQQELLPSGVQQQGQQVPQVIYQPHHQQPAHLVLASTSSGAA
SSSSSSSSSSSASALQHKMTDMLKRKAPPKRKSQSGGRAKSRQEDAAVAPAGSGPGGAPPSSSGSAMHELLSRATSLGSG
NGGRSTPNSGGGSGSSKSRFNAGNSSNAGSSKSSFLASLNPARWGRQTHQNHHHHHQQSQQQHHGLSKDSGNSNSTGSGS
GAGLAYTVSQHGAGSGAGGLNAAAVAASISKSISHANLLAAANRERARQWVREQAVDFVKRYTEQEAKRSKAASESGATQ
SGSSGVGLSSTGNTPLSTAGSTNVLERLSSILFKLNGSYHDCLDALLELKTILLESDISPFEVNHSGLIKAMLNYMTSET
GLVERDARLRSFMHVFAGLPLEPLLQNVGQMPTIEPIAFGAFVAKLNGCVTQLEQFPVKVHDFPAGPGGRSNQSALRFFN
THQLKCNLQRHPQCNNLRQWKGGTVKIDPLAMVQAIERYLVVRGYGGIRADSDDDSEEDMDDNVAAVVLSQASFRHKLQF
TIGDHVLPYNMTVYQAVKQFSPLVSEQPETDNESETLLGNASIWVQQHTIHYRPVEEEVTSGAAAGAASSSSSCSSGVQK
QQSSSSSASSCVNATSSCSSSSGVASGGGSLTKKAHKSSSKFMRKKTELWHEGIAPVVISALKPFLSSSLPADVVTVQDA
SLDALCMLRVIHALNRHWDHLYGCVVRQNIIPQSDFIHPKIMAKANRQLQDPLVIMTGNLPQWLPQIGMACPFLFPFETR
HLLFYATSFDRDRALQRLLDTTPDLNAAESSERVAPRLDRRKRAISRTEILKQAEHILQDFGHSKALLEIQYENEVGTGL
GPTLEFYALVSAELQRTDLGLWNGSDSYKQNSVTIVDVVKANSAVLHIEDALEATTTDQNTPAVAGASLVSSSTTTTTTT
AQQHQHPPTRSSSRSHVLRSGAGQQPVEHSSSSAGANENALNMVIAQQFSDTNSANPAAIDNPSSTTTATTVVQHNTTTN
NSSIITTTTTTSYVHAVHGLFPLPLGKSSKLPQMTKAKAKFKFLGKFMAKAVMDSRMLDLPFSLPFYRWLVSEEHSIGLA
DLMRVAPEVQNTLVRLQDLVRQREYILSDPNIDAMEKTEKIEQLDLDGCPIADLGLDFVLPGHANIELCRGGRDTPVTVH



NLHQYISLVTYWFLIEGVQKQFEALREGFDSVFPIQRLRMFYPEELECVFCGSGSEQQHSRWEIKMLQESCRTDHGFHQD
SQAIQYLYEILASYNRDEQRAFLQFVTGSPRLPTGGFKALTPPLTIVRKTLDENQNPNDYLPSVMTCVNYLKLPDYSSRE
VMRQKLKVAANEGSMSFHLS                                                            
>Cele_C34D4_14                                                                  
MDGIDPETLLEWLQTGIGDERDLQLMALEQLCMLLLMADNIDRCFESCPPRTFIPALCKIFIDETAPDNVLEVTARAITY
YLDVSNECTRRITQVDGAVKAICTRLAAADISDRSSKDLAEQCVKLLEHVCQRETMAVYDAGGINAMLTLVRVHGTQVHK
DTMHSAMSVVTRLCGKMEPTDPELGKCAESLGALLEHEDPKVSESALRCFAALTDRFVRKMMDPAELAMHSNLVEHLISI
MVASNDENSPTTASANILSIVLSLIGNLCRGSSLITEKVLTSPNMITGLKATLTNKEERVVTDGLRFCDLLLVLLCEGRS
ALPLTSVVSGDYAAGSGAERVHRQLIDAIRQKDLTALVDAIESGQVDVNFADDVGQSLTNWASAFGSIEMVQYLCDKGSD
VNKGHKSSSLHYAACFGRPDVSCDANVFRVIRALAHFYYNTYLLHRDLFSRSEHCLSQVVKLLLQRGANPDLRDEDGKTA
LDKARERSDDDHNQVANILESPSAFMRNKEDPKVKASTSKQPGTSTKPELPNPNLVRKVLHQLLPIFCEIFQKSLNGSVR
RTSLSLMRKIVENIGDLRQSAVGDGNAPAAQSARKMSTDVSAGAESLVAVVVSVMDQEDDHEGHEQVLLILESLLEKDAE
LWVIELVRLGVFERVEAMAKEPPKGLEEVLNAIHLEGRSRVTPMEIDFENQPSSSTAVPTANDIMDTTVPSSSGGADAES
NSNPSTIEMADPESSTPSSSTQQSISKPKATASSTASSAILQVVSKLSSVASLDKSAAAVDKKPTKTVLSQGTPYRWKEW
RIVRGTTSLFIWSDVLLIELPFQSNGWFRYLADNDSHVQFVTGTASVDQQMTEEEKDNFQKTERREMVSRWNAVKGVFDD
DWSSVPIAVLGIPSNAKKVSQKLEVPAWELWSSKSSELQIKSISSSAPTGQANTMLTTIKDDAGGFLFETGTGRKTNVMP
EHALPSDFHTGWSSHGVSTRKMKFRQDIQKRKVQELAWKLWNDHLKEAHAKPREALVRLENAARTIESTIRHVKAQSNFK
HRNVKQPRIERVQEYCAAISTLHESIVDDRRLSTFEFSVSGIVPALFGLLSMMEKFPDSFPSRIFKEQFSKGEALSYLAL
KIVAVLEANEKFPQHLYDSPGGSSFGLQLLSRRVRTKLEMLPRADGKENNDENLVNKTGKIVKCEPLASVGAIRAYLHRM
VTRQWHDRERANYRYVKEIQELKTKGKSIELRHVSDFDENGVIYWIGTNGRAAPLWTNPATVKAVKITCSDTRQPFGKPE
DLLSRDQNPINCHTSDDKNAHFTIDLGLFVVPTSYSLRHSRGYGRSALRNWMLQGSVDAKRWENVIVHTDDKGLGEPGST
ATWHVGEKGTTAFRFFRIAQNGKNSSGQTHYLSCSGFEIYGDIVDVVTEAICEDPPKKDSPAGTSSTPGSSSSAALPPLT
KEQVLEMLPARENNNRLKSGLSLETVTSMLQRSRHRSRGSYKISESKSKVVRGKDWRWEDQDGGEGKFGRITSPPESGWV
DVTWDNGNANSYRFGANGNFDIERVTSTGHRYSTPSLASHVPTSVMEAVRRNRAFYTPKTTGGPPSSSVFGTSSSAGSSR
GGENSSSSSPFPNLPVPPWRSSKSTSPAIASRLINTTTTVSGTSSPPPPPPSSSTFSSLASGLGFGLNRHKQHNKPAASA
LSRFASVKNTTPAGTPSSGGSSGGAIGKKSMSTTNLVDERQKTSGPSVASTGQAASAESLQHQTPSLENLLARAMPHAFG
RIAENQEPEDEPMGGEESDSAASMRSAASSNSQMSMGSSSQQQQQQDSDMTPRDSAGTPSTPRDDKNQTLSVSAPDLAAA
RQRQASAETDGDADADETNSEDKTVGADDAMEEDDEEEETMEDEEDDDDDDDDESSNENQEKLVELLGGERGLFDKLKEV
ITGESLSDASSSAKDATTNEAQKKGGKKPKKWFKKMSSYTDVLKGLMQNRYPVALLDPAAAGIEMDEMMDDDDYYDFSED
GPDDGDSVEDEVAAHLGMPVDSFASMVAARTPITWRQFSELMSGSNRERAAMARAVASSRGSPWEDDATVKCTFEALIPA
FDPRPGRSNVNQTLEVELPTVVKDFGSTKASSSKIDKDDQMRFFLRGPNMSGVDNVTIEMNDDSASLFRYMQIINNSVNW
ATKSDRSRRIWEPTYSICYCSADQTNVEVSKIPDEESSTPCQVNQCLETIGLLSRIQQAMPEAEITPNVFISDKLTLKVT
QVLSDALVVAARSLPEWCSRLVYKYPCLFTVETRNMYMQATAFGVSRTIVWLQQRRDAAVERARGSAQAGNSSAARQHDR
YHEYRVGRLRHERVKVTRAEETLLDQAIRLMKFHADRKAVLEIEYTNEEGTGLGPTLEFYALVAAELQRKSLALWVCDDD
DTHASKSGEEREVDLGEGKKPIGYYVRRVGGLFPAPLPPGTDETKRAADMFRVLGVFLAKVLLDGRLVDLPLSRPFLKLL
VHPQIGDDARGPNLHKILSLDDFEEVNPVKGSFLKELRALAQRKRLIENDTSIDSNSKRRKIAELKLHIKGSTCRVEDLA
LNFTVNPPSKVFQYAEMELVDGGSDIDVTIDNVEQYVEKCEEFYLNTGIAYQMRAFRDGFDRVFPLRTLRAYSPEEVQRL
LSGEQCPEWSRDDILNYTEPKLGYTRESPGFLRFVDVMEALTAQERKNFLQFATGCSSLPPGGLANLHPRLTIVRKVESG
DGSYPSVNTCVHYLKLPEYSSSAILRERLLTAINEKGFHLN                                       
>Cele_D2085_4                                                                   
MIKSLNERDNFLNRLREMEHKREKDEKQEKAARKVQKFWRGHRVQHNQRLLFRAEFDAVSDRQRGLEETIKMAQLLVNFY
ETNKDEERLVMTLSELVKLKTSDKEFEKRIRETQRLLLARCCIKFLKNATENTIFFHIFRYLEDYVTCHSKLFEASSKLG
LFNAEFHLLEALIGKPTGKTVERASLNPRILQLLTRIFETFVNPSRSTSVSVNVANRLLKTICVNITDLNFSNYILYYIK
DHIKPTSPNFTNLFEAMKSVDILNNWKVRPEIAETASLRLQSIFVSQIVHVSNTQSEDVKQYFNSLAVFLEHHSKIMRSL
NVKEDLSEFGRLRTSVNNHLKQYCEEMLISNEFRRAACIYANLPGVQVETIISLRKYFSQFLDLLAASNTFVEALYAFIA
RLCPNGEFDPIDAKSPKVNALELFCNCLNKRVSSVADSDFVPTDIFVDFDHTVEFLRDVSIKLIHLMFPTMARGDLYSGN
LKEKMYKAETDWKDVTESVFSILGAIYQKDIRLKYFPEEFWTNHGREVLSGIGEHRRMPRRRMPNGRLQIERTMDTEFVE
RLAAIYEMDSDSENDDEDEDNNLPAVLRRAICVMKHIPFIVPFMDRVKLFTRLLNQDKEKHYTSTFGMGFNGPSVTVRRD
QVYMDAFETFAPKMQGDKVNDLKSMVRVKMVNWAGMNESGIDGGGIFREFLSELLKTAFNVERGFFTFTESKLLYPNPTA
PFLLGVDCLAHFQFIGRMIGKLIYERQLQEVRFAEFFIAQIFETDKNKDVDLQHMKSFDPIIFKHLKALQKMNNRELDEL
QLDFSVVTSDMGLVRNVNLKPNGSKFRVTVENVHEYVRLYVNYHLKQRIASMVDAVRKGISEIISIEWMRMFAPHELQIM
IAGYEEVFTAKELRKFCELRFAAGTQDINYEEMFWDVIDKLSNDDKKALLKFVTGCSRAPVDGFKSIQPRMGVLVIPSSD
DELPTSATCMNMLRIPKYSNRTKLEEKLRYAINSGAGFELA                                       
>Cele_F36A2_13_1                                                                
MSGHSVDGEEQSSSAPARNHTLTHVLYAQEAVGDEKKDSAIIDLIVDQFKQENIGNILANPAIASLGPSRIRQVVLGPKH
VGVLLDDATVCRIPYHVLQIQSGEVKEAEAVKGEPSSRLHDVYARAGAAGEVEVIPLSGGMNTLRAAAGQAKYRRVMLSN
RAYYRLRGNLGESRSYVLGAPRVPATNVPEELINNVQQVLQGKSRDVIIRELQRTGLNVNEAVNNLLSRDDGDEQDVLDV
GGEHLIPEELLQILEGGVPPGSSGAVAMAESLLEREDRLLDSLASRAEMRYHFGGASGSKKPKANEKDKKKKDSETNWKN
CIQLGEHVEWWRGAPGDGIPEHAKTDAPVKSEDDKANPVISITATSYQMYALHRNGKMYSWAWDESEGLDDPLTIVKNRD
HPDHATIGTHGNPVIQMSSSNLRISILTRSGHLVSWLDECGAGVRFSLASETVTKISEDSVMAVQDLVTSDHLAAFRIDS
IIHWCGIVPLVESTRSTKKEKEEADREKKKHVSFGEAPVSSIPAVQSNSIEFFVGQQVQMKKAPLYPAGSVAAQIDTSNP
MIGVLLEDCWSATDHCRFRSMTPKEYDYELEVDGFIALLNGASPEVSSASGTSTKTLPGGRVSRKRTHDEADDSNSVPPT



EFGRRRVEVWLAEDLVWIHEHRKRDVMTVQVVDNNLVAVKHVPNSSQKPIFQSLFSERLEMDGMPQTVISIEKSTDIDKI
RLMRKEDLQVIDKCPPRAPVILQKELLKFDVDCNRTIVSMVADLNELRVLARSKHVERGMHMYRVSTNGKVISRRRVPVF
LPSVERPIFGGLSPKLISFGDARTLFLRDTAGQLIPLQRDALNGFREPPAMHSQPILHIATACRPSFNVLASCEKNSQWQ
GSMLIIPGVDRPWHSHFIKDGSSLMQMVLYCDADGVSQFLDRLFELRMSCTISHHEFRQIMSEQLFTITSDLCSNVLHAA
IRLTSATKNSEDSDKAVPDTTMPTLFPTRNITLPPQDVSMEDAAPAEESSSSNMQGDEIDDEEEPRWSRVLRSRPKREQV
TPSKKSKKEKRADSEENDEYGGENHSFSAVRSDESGMPFGSPRPPMVRQKSALQIIDTFLKHPAMFYDKDAEEHIEYVDE
PDRLSAVKALLLTRDLNGMTPFQSAINQRAYGAATSIWRALLQLGFQTMSEEQKLKYIFPSFNVDESHNADDSPLFILCY
NDVCSFTWTGEDHINQDIYECKTCGLTGSLCCCSECALTCHRNHDCRLKRTSPTAYCDCWEKSSCNCKALIAGNELLREH
LLSELLKYTRLFEYPNARNEHIMLFLARTVIRQTREQTYSQKRRSRYRTAMQTSQSSGTPEHNLNPPKFAKTALEQCCKN
ANVVMNSIRCGINKFGQMELATPGQLHFVQQSTSTHLDKLTFALSNKILKDYSSLFVGTLRNLLSAPIRDPRVDQDIEMW
VGRFVRSLVRVLTLAINVSPLAPSTILAAEDPTDNATPRDPREDRSRYNQATFQVFHALVISKKESSKLSEKSASFVAMI
TRIMQFLQQLPTFAVVQLAIAADAIFEPVRDGMLRPMVNPALAGNNHDPMDILEKYFTSDLSFSEVLKRSKKEERAIATS
KPDTKRVRRTSRRDTDRENGSDNRESMEDERSAGDRASESQETLRIRHDSTATSTVPTPRRRRLLSGNTTNDTNEDNEER
NGQPREFDGESSSSDDDNDDDDDDDDEEEDDDDDDDDDDEDSDRPAEERQEDEEREEGDEHEQDEQVEGEIEVVDRIEVQ
PVVEESERAEEPVWHAYEPASPSPRQPDFDDNSSDSQEGGAREPAFVIADVAHPLEVAQAQPANVPIVRPVAENPSPSIM
ASIAASSAARERALEALAERRGAAASRVPGSSVPRIERFLPYRFSSRSSFLSNRREDSSNSQGSTLSYAAGSTTGTGSTA
PAPASATAGNNNSQVRSVPPPTTTTSSSNQESSPASNSSKKSNDNTDQPSLETAREQLALTFSVLVRAGCDILSRMPRPV
MSVYTKADDNAKRSQLKAQRLFGDILQDTFRWMGRVFESTEAKINFNETYEKSLVRPASPGSEDKRGRKDALHYIHSLLR
LATDEAKDSLAHVDIEMLYPVALVADAYFHFLSCNVERPIELKQLIDYYEDSQRRHFREKCEQTDNDLMIGFFMRPVSLS
WPGHLHDGAWDTLSGRHHISKTLKIEEECPMLGGPKMLTMLTKQEDLFRDPVIDETKRRTSSYLNDPVEEYTYNLLDRPF
EYRNPGVSLAMVPHRLKLEREFISITRDFYHLDRTPDHEVKDYSTAVGKFPGYIGRLDDSISKFKDNLLIHSCNRERLYF
SKWFKTLNAIGNRFYDKMTEALGADVAFENSIMLRRLASFETKQRLFNKATEKYRTQHSNVKEIVLDVRREPGSLFRDTM
VQLHHLYAKRMMSVRSLESGHAPLAGTRLRVHFIDEPGEGTGVTRSFYTAFAESCMMDVAPFTPETVAEKSSLIQSVLHP
NNEYEHDMEITKTLRKARREQAIRLRTHLQRLKTFPLNLAAPRFDIKNFTGEGNWTKKVLQDSSAESQPVAPLNWGQHEG
TLRKIHTMTSGFLTDEKTIGRVMGIMCQLPTEVFVKAVNNDDTMRLHIQQILAELRAEGELDDYSRVFRGLQNAEQPRSD
DEQWNVLVGTESPLDQLFEKAPYGEFYVPKIGNGAPMRLAAYRTVGRIMGICLSQGDIFPLRFSRHIFSYILKLPICWLD
LGFYDPVLFNNLRALFKAHPSELDTDFSIVEQSADGKAVTVNLKPNGDEVLVNKDNVIEYVYKYAERVLVGKRIITFEAI
REGILDVIPESMLFGLTPEDLRLIICGIESVSISVLQENTGFLDESRASQETLNRFKQWFWQVIESFTQQEKQELVFFWT
GSPALPAAGKWPTSASVMLRPQEDVFLPTANTCISRLYVPVYSSKRVLRTKLLLAIKAKNFGFV                
>Cele_F45H7_6                                                                   
MDVETDRPSGSETGIFVSKSAVYPFGNKNEVVKVWWNIDKPENCLDWIGLFDNNDSSFYLDQKSLRQHISPVVFTLTSKN
LLNASEVYFGLIDGMTGRLLAKSENVEICKSASLVVHEVKKPENINVYLNTNHGRIEIPKKRSFSRKNGSFRSSFEFDFD
VEDLHISLVENSEKLNFDHFIASNQLQNNYIQSKSFSHSHVVEIVFSIEPKTSKKSAPDIMEIASSSQTPPESHWKTYLD
AKKRKFYVNHVTKETRWTKPDTLNNNHIEPETPVHKRLSDRSASPRNSFITPRRTITVRSAGCPKSDLIQFFQRDEFKTA
LYENQDAMQIYNECSVVRHAIHRIQKDLDPPSKFENQPLFVRFVNLFADITQPLPSGWECITMNNRTVFLNHANKETSFY
DPRIRRFETKTSRRGRSVPSRSSTAHKGKIDHALISKCEDLRKIAQDNFPQIAERISKKLMLIERFGGLAVASLANDLDI
TLALSMLDSNTEKLAGEGDNIKMFYEDMKKEKLGKGPSRLCWKVSRDRLLDDAFRIILNVDPFVLKKSRLHIRFEGELAL
DYGGLSREFFILLSRELFHPKNGYFEYEGNDYHLQLRPRGCETEKEKKWLILCGRVLALAVIHRCYIDVFFTNVFYKSLQ
KRPVTLMDFKESDAEFYKSMNWLLENDVVDLEMSFVYSSMVNGKLAEQELVPGGESQMVTEANKAEFIDLMCQKKAIRGV
EKPLEILLTSFNQILNDNLLNSLESSDLKRILSGSLELDLNDWRTNTIYKGGYSDCHIVVEWFWEVIETMTNQERFDLLL
FVTGSSSVPFEGFSALRGNEEISKFCIEKWGDATSFPRAHTCFNRLQLPSYNTKQQLKSKLQQAIVNGMSYSIE      
>Cele_Y39A1C_2                                                                  
MDNILRTLQKNAREREEEETQRRRIELAHKLEPYLIGYLTRKKFHGKIKTFRPTFFNDFNDLEKSNKTLLPVAQMLVKVP
RVIENSRENKDIQMLCNICRHLIISIDSPSKEISFVAAFLNKDTIKEATSLITSIFSQIPQILCSINGERAAELKQWQCL
IHFVIVFSSSSNWLLVRNAPQVQTVLNGLCVKMMSLFYEPKGYEQMATSLFVSVNGHKPLINVETVNAQFSILCKPLKTE
NPELFSIFVLKVLTCPALLVHLNAQHVELLKTTKIFEKTLHWLRANAEEIETGMDVRLLINLLANLVHFAYINDKTLESK
LYEWTWAVGVSLSRCTELTVKHGGTKTSLHYWHPVFGHYLLPIDKRTEGALRNVLFQLKMLWSSRVVRCLFGNIMENTKT
ASFSVTDGQKNSKDISAAFSKLWRKLGGSTDSASSSSKSESEPPPTLIAIVCQVYMTALNTMVHMKGEIISGLCRDDQLL
KQLWTYLREWGEKAGGTSGSIFNSSNAEQWGPVSASLQSLKRPSSPHTATLRLFVDCAAAIISILDEEEIFEKETPFSNK
ELESICKYVNIFCFRSIWSGAVDETSANTTGLFHSMHSLLTVLYERDSRRSFAANDSKFWLISEVKPSSLTIEYEKKSGK
GVLMMRKMAHLVPIKDRMLLFRRQVQDDKNRVATSLNDPQMQTWITVQRNRIIEDGFNHLSKLTIPALKSTIRVKFVNEQ
GLDEAGIDQDGVFKEFLELTLKKVFDPQLNLFSTTSTGVLYPSPTSSLHDDHLALFTFVGRMLGKAVYEGIVVDVQLAPV
LLAAVLGSHRLCAFDELSQLDPELYRSLTFVKRYEGEMADLSLTFSVDEDFMGKISTVDLVPSGRTISVTNENKIDYVHR
MAHHRVFRRTQEQCKAFVTGMQSILQPTWLSLFAPNDLQCLISGVNSDIDLADLKRNVQYFGGFHGNHRLIKWLWDILEN
KFTSEERKLFLKFVTSCSRPPVLGFSYLEPPFSIRCVEVSDDQDQGDTLGSVVRGFLALRKGTAATRLPTASTCFNLLKL
PNYNKKSLLLEKLRYAIHAGTGFELS                                                      
>Cele_Y48G8AL_1_1                                                               
MRAELLGCGHTGEGQLGVRLSESTIQVPERIIGAPNDMDGTAVTSVTCGEQHTVFLTKDGKMWSVGSNMDGQLGRGSRTE
GSFSIYPVSWTSSAKIIQISAGRSHTVSVTDDGRVFAWGSNEHGQLGMESKFTWQGTPRRVQEINDIVQVASGSNHCIAL
DEGGRVFVWGEQADGRCIHRPEPVEQLSGVPIVRVLAGARHCLALSASGAVFTWGQNNSGELGIDDLRPQTSVQHVHQMD
GLGVVEAACGDNHTVLLTHCGRTFSFGSDALGQCGFGKKVEKRTNPTAVSDLIGSHVTRIAAGACHTIAICKGAPYPFGL
NSSGQLGNGKIMTQSTPRKTDELDHVTGVFAGYHQTFFVRSSGTIEQNEIVGPSCPMQYPIKLDHESLKKLLDEGDALEV



MSLIESVFSSLASMNMSFLYKDERRYNVGFCFERSHGIDMDQVMEAFMLFDEYPMKRQYMELIVDSLKIAFQEWSENLKG
IECLRVLLMLPWLPIFTENVNVQTIKNVHTPFVDAMCLITGDLRAALEKWWTQLSTRHFRRMVTVFKTAIKAMLKAKKGP
RDCHKFILIMQKLSLINKTYHIIPLETFYIDELNTSVDLKLEYVLELTRQDPNKTELDYWTHFPFLLNGVAKGELIFVEA
WLMQTLRRQSSLFNTAHGTIIFELPHLELTVRREFIVSDTMNQMAGLSESDLQKPLKVNIAGEDADDAGGVRKEFFILVM
RKILQSDYGMFSEDEESHLVWFSGLPSEFCDREQFHQLGRLVGLSIYNHSIVPFPFPLALYKYLLDTPPDLEDLCELSPS
EGKGLKMLLSYEEDDVEDVFGLNFCISFNILGETHTTELLSGGTEKPVTNANRDEYVRLYVHHRLELGYNGEIAQQALLF
RKGFSESLHSRTLRFFQPCELKEMIVGNENYDWNEFRDILMYRGEYSSSHPTIQAFWKAFFALTDDERRKFLQFLTGSTR
IPVSGWEELHAAIQPSAPESLPVAHTCFNLLDLPNIADDVELLRRLRISIEHTEGFTLA                     
>Cele_Y65B4BR_4a                                                                
MARNEPSSQQPSSSGSNGTPAQQNGSAKPSKVTVKVVNASFTKAADCYVEITSDTSSAAPKKTTVKKKTMAPEWNEHLNV
HANESSTISFRLLQKAKLFDDTCLGMAKLKLSSLTRNENGEFKNDINNISLLAKDSSKIGTLNIIFSGYPERKRRSAGVR
AETAASASSEASTSNGVATSSSARRPATAKRDTLAAPTSTAAAAAAATAGGTPAAGAEEQLPDGWEMRFDQYGRKYYVDH
TTKSTTWERPSTQPLPQGWEMRRDPRGRVYYVDHNTRTTTWQRPTADMLEAHEQWQSGRDQAMLQWEQRFLLQQNNFSAD
DPLGPLPEGWEKRQDPNTSRMYFVNHVNRTTQWEDPRTQGFRGSDQPLPDGWEMRFTEQGVPFFIDHQSKTTTYNDPRTG
KPVGPLGVVGVQMAMEKSFRWKIAQFRYLCLSNSVPNHVKITVSRNNVFEDSFQEIMRKNAVDLRRRLYIQFRGEEGLDY
GGVAREWFFLLSHEVLNPMYCLFMYAGNNNYSLQINPASFVNPDHLKYFEYIGRFIAMALFHGKFIYSGFTMPFYKKMLN
KKIVLKDIEQVDSEIYNSLMWIKDNNIDECDMELYFVADYELLGELKTYELKEGGTEIAVTEENKLEYIELLVEWRFNRG
VEQQTKAFFTGFNSVFPLEWMQYFDERELELLLCGMQDVDVDDWQRNTVYRHYAPQSKQVTWFWQWVRSLDQEKRARLLQ
FVTGTCRVPVGGFSELMGSTGPQLFCIERVGKENWLPRSHTCFNRLDLPPYRSYDQLVEKLSMAIEMTEGFGNE      
>Cele_Y67D8C_5                                                                  
MKIDDAEPSSSSSGSDMPPASATLLRNIVATKNDEDFIAAINKGREVHAVMGKTELYKWTEVLNRCDEILEKAVHKNEFG
NLQCDHDTVLKNHAVAIVRFTVLLFECTSSRRIYKSVDRILALLESTDMDLLAEVLRLLQVMGKRSKFLSTRIPQKEQHA
LAQRLTAIAQCWGGKLRTVKMAECLKREPKLPMLFPFTYTDAKQRTIIVEQPKKDESVGELITRTVAQISPPVSSDSVPS
QQFSKEDLYCLLSRVRMLVTFEDWHHRFKCLIVRLLSVSTLVYCRLGGTDETTLSSLLYSGFIEEIVEMLKSDREADTQQ
DHNLHDAIQTEALSTLCSIVTYEKEPKITQILEALSAGSYHGFLSVMTRQIVDELKSNNLGKTGKPSVSLATALFSFIYH
LASIEPGGDTLVGSGLTQTLLSVIGFHELPIECITFGTRCARIIDLFTTIDVTSFKANNGMEICVNRVVHEINECRKEQP
FMIDISYDMPFEEEPEPRDDQEAHEEPEDESDERNPVDQEAPVPIEVDAPLPPASPIAAPAPVPVASASTSSDSKIKGGP
WEEVQMNGATCHQQRSGLIKGLLTFIKRAIGDVQFQDIMKHLMEGDLPEALMHILSNAEYYSPSLFHQSAHLITNFVYQF
PEELSSIQRRHVPYVIFQSLLRKELPNSKDVITTLGNVFTAMCLNERGLRQFKSYDPFNQIFRIVLSVKFLVTLRKKRSA
EVFESAQAIGGALDDLMRHYPDLKHDMLKSIIVILDLLDEIGRNPPAGVELVPTLTKTMARSVVFSPNNSSLLPREAREA
RELRIQQLQREIPEQADERVGGDVEEEPMEVEDAEDSDVDEEDNEMSMDEMSGEAPAPPAAPSPKPTKPFEYGAGMMCED
ANGKKILPIGDYMLLIARVVETMMTQSPSQKITEEFIDECVMQKIMKLCHLPCITNEATHATYIGSIANIIKHIVKAGYQ
SQRNGPDVGPKLMSAIVGEFIKTINPLFEVNNGDFSAMNQAESRKATLLMHLDEKLVEKTLVELNSIIPTLLNLNKSPMS
STYNPQDHRTRIYETWKMPEGMKLYGMLRKLSRMLCWEYELVQTLKPTIRTAATQTEGEMLSDQPADTHLDVEVMPPWDE
DSVDEQQKRDEAKEPRWKAAGVSQEEHDFWIKNKPLQDIVSKSHAMVKDLLNSMGKTINVNNPRRPRIRDTPPLPLAASH
CISMIFSSIYKDLKWEPPVQNAATSPMAYGRYIELLTQLNHSLFENGRCSNPALPQNFYTSGCHKAFFELFSDKIIPFLG
DNMPEGVEQTMEEWCRLAVKLTDRNTIVSSDNWQRRDRQSADFDTNKYLKLVCRDMFNAYKQFFEKMAQMPDWELKSLKK
VCENAFSVFKEVAKNLVEETEATTAATEAVNAAAAPAPADAPAAEWGPGALRIPPVAVEPAPAPVAVNPAAAADPHEDTI
VMLMDLGFSRDIVLYALESTRNADEAANYLLAHGNEIPLQDAANPFRDDLLNQVLREAGAEMIAGANTPNADEIELQLNA
QFAEHQGYELVRIAQRVLRDAGAEQIGLQIMEAYPDESVDVAAEQLINDVMDRVRNPRSSYEENIAQPLIPPLSQLKIEQ
DVSLNSACKQLFPLVKRLLLVSNDTIHPCAELIVSIFPAMTEEWRKEHLIAEICGEDLKNMAKSLVEQEVDENGRPKQHD
VARTMTNRLHFAVLIFDKISEEYVQWIDANGMTEVMLTSLEYLVERFKSVDYYQSLITRIICWNDFYAKTHRLIVRRAYL
KSLSPSLVWSYQSYEEDALRRRADYSSGEKKWVPYDAASQKTLNDAFFAGVRGVKCTLKRGVRPNKKVDVDFASMKQGDG
TSRENIKAELPPTVEVSIPDLMDAEAKLSWSEDQNDRFLDLSTQILRTGALDPKCSHSMLSFIARLTRSHRNAVRFMEKD
GVEAILRLRARCAITYPFLVSIIIRNCIDDDALLGHIYEKTIRGYIAVPTQPPASMSEYAAGKSKDFADTLNFMAPLSTR
NPLVFTEAMNKLARMNGSLILPMIKEKKPTLSVSSTAGGASTSSSSAPPPPPPLTSSSSHTVVENNSRAEKIVSMMLSEV
LNGEFPTVGQTRMLSQEKILQILAEIVKSYPSLAIIIAETQAEGRSALHSLIDTYIIAPIEKIETTNALKTLIAVISASQ
NSLKAQELLVLDVKNALASYSEKASELRVDLAKLQLDKESEEREEATTSLKKQETEVLSKISELCSIIIIMCQSCPAHHH
HHHSSTDRNNRERSSQNAIMKMFHKKRMCADLVKTIHCLQLSTKVSLDTVNQILKTLDTLLEGSTTTTSATITGPRSLMD
IVAGRREQRREAAAGGIMNEREIDTIFQRDGLAFDGEMENLLRRLQGDHWRGNSVQRGAGQVAEEEEGSETYEERERSDS
PSESSEHAGDEEVRDDAVETGDGEVDMADAQDAPLAAPDAPPGINLVDEIMQQVQRDVEDDEEDEDGDQNEHEAEEDDHD
REDEDDEDDDDDEDEEEEAEDDDQDEDDVRHVEQNPEPLARRLFEEDDDDEEDDDGDEDGDSMEDDVQRLDLDDDYFDMG
GPFDAQRMDDMIFPPSFGRPAVTSFADLFRDDFDFLPPYRAERRPLARGSHLGGVISEHPLMTRPPAENDVSRRPNTNIR
AEILQMHTRSSLHRQNAIRRTTTEARELEAISRGIRMGELPAGRMLVRGTTTHGDGGVHTSFFDHIFDIRPSNVAFSRSG
AYRSYNTGDRDERRDIRASQVPTCLERLESYSLSMEPVSSRFVTVIVNSHLNKIHAAREAQIKKEAEIKAKAKKDAEAAK
KAAEDKKKAAEAPAPAPSAEQSDSPASPDAPAPAPEEIGLATPAATNTTNTVSESVAPNASTRGDDTLTTPAAAQVEDQA
SEDQHIEEEPMEVGEDDGAAEAPQSSAATAASSVAGTEEIEDVERQAVEDHVPEIQDNDDTLPYEGAVEHAPAQAPEENV
MPEEFRAILGDIIIPDGVDPAFLAALPEEMRAEVIRDYQRQQRAERASRPVPAAQPVAVNPNAPAGGEAAQGEGQAEQPA
AAVVPLVEPIDPVFLNALPPELQEEVLAEHERRLREAEEQQRRQNAPPAPVVEMDGAAVIASLPANERAQVLAEMDDAEL
AGLPADMQNEARRARAQHVEPNMLRYHRLLFRGGVGGAPGAIGTVRARTNARAAANAGPSVGQNAGNAIQAPPDQPHLLD
RESILTLCLLYLVDNNRVPHTRLQKVLRSACVNQTTCDFIVWCLLALLDKASEANTDDEEILSNVPAWLDSIAVSGVGHN
ERAIRISENAQKISIHSMLAIPMCKNILDLLANIARAYPGNFLPLILRHGAKPTDTPKQAPSFAQFWTMVQNTTKVPKSK



DWTATPEQQLEECPLGQMLNSLRKPIMAKSPLKEKVLKVASQIMVTLPMDTLKLLGNDESRKPLAEKLEFVIQVMTTGSC
STEGLADGLTILSEAMRSLSDSTSVDIYEHLFLAVSKLGGELLPQVDRLIVELDEAQKKEEVSSVAPSDQPTSSKTAQLV
VDTSAAGRVATGRFDGERLVIDGDQNMRLQMSSCKELQLPAVTVLTDKGGAQYALLSALQTLVKVRNHMKAIRKDKAKRA
KDAEKKLKEKETPSTSAPAAPAAPATAPTAPAAPDAPVENNEVPEPAAELEEVNDEEPRISERLSSLESLWNSLSECLLR
LGKASDPHAVLALQPAAEAFFLVHASQQNKLKAKDAEAKRKESQAASSSAAAAVASSVSHDGLREDLDPDTAKLIEFAEK
HRQVLNQALRQNNAVLSAGGPFAILTQFPKLLDFDVKRKYFRKELTKLEPSMPRYRRNDVSVQVSRNRVFSDSFRELFRL
RPSEWKNRFYIIFQGEEGQDAGGLLREWFSVITREIFNPNYALFITAPGDMVTYMINKASYINPEHLDYFKFVGRLIAKS
VFEHKYLDCYFTRAFYKHILNLPVRYQDLESEDPAFFKSLDFLLQNPIDDLALDLTFSTEVEEFGVRSVRDLKPNGRKIE
VNDANKDEYVKLVCQMKMTGSIRKQLDAFLTGFYEIIPKDLISMFNEQELELLISGLPTVDIDDMAANTDYKGFQKTSTH
IQWFWRALRSFEKEDKAKFLQFVTGTSKVPLQGFASLEGMNGVQKFSIHMDSRGGDRLPAAHTCFNQLDLPQYESYEKLR
QSLLLAIRECTEGFGFA                                                               
>Cele_Y92H12A_2                                                                 
MVVQTVVHGYPPNTDNETELLRVRLLRGTKLGKRDLLGVCSPYCMIRLENSNGDTVDEVQVETKKKTRNPTWNSVFTFRV
TRACQMKILVYDENRLRKDVLMGFVSRTLNDGLITTQAPNPEEYALQSGTASKGKSIGSLFLSFHFMPSSSDNSPSDSTA
DLQQTSSGMPQGWEEREDGNGRTVYVNHALRTTQFTPPESVSNGNVDAITEQSVIEETRRRRDNYEHRSQVTDEPSDTTI
VSNELTAIDDAMRANFERGGGHVEEEEDELRLPDGWDMQVAPNGRTFFIDHRTKTTTWTDPRPGAATRVPLLRGKTDDEI
GALPAGWEQRVHADGRVFFIDHNRRRTQWEDPRFENENIAGPAVPYSRDYKRKVEYLRSRLPKPNSNSGKCDMVVHRDTL
FEDSYRHIMDKKDYDLRNKLWIEFFGETGLDYGGVTREWFFLLSHQIFNPYYGLFEYSATDNYTLQINPHSEACNPEHLS
YFHFIGRIIGMAIYHGKLLDAFFIRPFYKMMLGKKITLFDMESVDNEYYNSLIYVKDNDPADLELTFSLDDSIFGETQNI
ELIPNGANVPVTEDNKEEYIEAVVPSNLLRLFDANELELLMCGLQKIDVKDWKANTIYKGGYGPSSQVVHNFWKCILSFD
NEMRARVLQFVSGTSRVPMNGFRELYGSNGLQKFTIERWGSADMLPRAHTCFNRLDLPPYTTFKELKSKLLTAIENSEIF
SGVD                                                                            
>Ctel_162148                                                                    
MRIISTLLATLITFTSPNKWRIISGKGEALKPGMNQLCNNIMGHLNARGLYPALQTLLYNGLARSKPAFRPASFTAILTL
ALRPLMAADLSDNLLTLFLLHILSVPALVHHMNIMSQECLIQMMTHRIFSRSIELLCHEQSTRIVFNSLEGNYSLCLLAN
LIQLGNAEMEGLVESTNSFMFVVTRLLECCKIYVQSKKSSLSHWHPVLGWFQQRTDPGLYETLPLVEQQLQMLWNVKMLH
ILFEQLFAYNDLQAVVEVKHQTATSKNIFKKALEKAAAHKTTCKVRLDSPVLVSTCLACGMYLTAIQTLTQLKLSILSGL
TCQDVLLPRLWKLITDLGPQCGLKAFMDVISAHNNDTSHVIFHLLHLGCATATHIITILDDIELYEQSKPFNQLQLQAIS
CFLNHFIFRAIWSGEIGKPLSAFATNDAVFQAVHQFLMLLYQRDCRRSFTPPNHWLIKDIRISVFMGELERGRKSAATFL
LQKVPHIIPHKERVMLFRKNITKEKEVLGVTESVCASPHSTLITVHRPRLIEDGYRQLSMLPGNALKGIIRVKFINEQGL
DEAGIDQDGVFKEFLEETIMRVFDPSLNLFKVTSEQKLYPSSTSSIQENHLALFEFVGRMLGKAVYEGIVVDVPFAPFFL
SQIMGHQHGATYSSMDELPSLDPELYRSLTYVKHYEGDISDLEFTFSYDEDILGKVVTHELVPGGRVIPVTNENKINYVH
LMAHFKMHSQIKDQTSAFIKGFRAIINPDWLAMFSTNELQKLISGDNADVDLDDLRKHTQYYGGFHNNHRVVSWLWDILD
KDFNPKERSLFLKFVTSCSKPPLLGFANLEPPFSIRCVEVSDDQDTGDTVGSVLKGFFNIRKRDPVSRLPTSSTCFNLLK
LPNYQKKSTLREKLRYAITSNTGFELS*                                                    
>Ctel_168000                                                                    
MEARKRNSDLSSKRLARIRCLKECVECLRTCTELPKSLAYVPQSTEYRTTKASVVSAYAEADSRSRKVLDVACLVDHRLL
VSAEEFCNGEGQWARLLKAYLPNKPSTEVIPSEECWLNIYRSQTGPEDVVIFSEVQPAKNTEFSHGISKPEISTWKEVVE
ANYSVGIRCQQGVIKPSDEAVVDRMRSVPTNWTLDHDEELAQFLASHTCTDNDNLGSIKNYVESISVSTFSVKEGPDNLT
DGSSDTYWESDGNQGLHWVRLKMKKGTTIKKLVVTIDGNDDNYMPSRILVFGGQLENLVKLNTVSIDQSLCGLTDVTILE
DQMVHHPWLEIRIKECKDDGIDTRIHGLKIKSSKEMDLGLNSDLFKSEKLLVRYPKIEGFPSLSLYSRGLLLLRFISLLD
SVLSFIIPSWEFSVQSFASLEVVRQFLPLSKKRIPLIETFLRESETGRTSGMPKLYINRRAAADHKIDPSLDPDYKNSIF
HQIYEGLKPRDKFEKVLDYRWPSRHDQWWECKFIAEGIVDQGGGFRDSLSDIAEELCPSDNSSNVPLPLFIRSPNQKNMD
ANVNRDVYIPNPSCQEFHHYEWIGKLMGACLRGKENLVLSLPSFVWKKLGGEHVKWERDFVTVDEAEVKVIENMVSMDED
NFSAFFGEERTWTTVLSDGTCVSLKPNGTEENVAYADRQEYCSAVQVTRMAESEAQISAISRGLLQVVPQAVLDLLTWQE
LERRICGDPEISLENLRRATHYEDLEEEDDRVKHFWGALGNFSNEDRSRLLRFITGRRRLPAPLFICPEKGRDCVDTLPE
SSTCANTLYLPNYSSPEKAEEKLRYAAYNCIAIDTDISPWDE*                                     
>Ctel_178426                                                                    
MSSLEDDQGGQGARASSDLDSESITTEGNATMKRAAARQMIERYYYQLTDGCGQADCSNTHCRSSSAFQHASLSPNEAAL
TAIRMAKEKACLCDPSKPSKVAKSTEQGEQGAGPSGSSETPREGTSLNRATGAKVPEEAPKVTGLTEEKLHEVIEQCDGE
KNWSRLIRTVGHVFSNPDVLMQSFLCELDKLCKEELKAMQVDEDKDCDESHDEPKRKTCVPVDLESLRRAYGELYSIEDF
PFSGALINALVTLCRGLEMELRHYRPYQNNPQLLNIFVIVFENPMLDSPEYLEAVTPSLCKVAGLLPLAAQANLARLWAT
FSLERLRSLLHLFQQLITVKVITGNWSQNYLVVDDAGITGAARVLKILYYAVILAGDMDPPQLLKTEREMNEQSGADIGE
LLLQGAVEQKERSPPKEDLLGKELSVNALDCRQPLIPWMDFINEPLCEHIESHRVIGHFKTEPNKFSFLDHGFLLTPCVK
HLGLYYDNRSRMINERRVSLFQSFVHGAPTMPYLRLRIRRDHIIDDALVELEMVAMDNPGDLKKQLFVEFDGEQGIDEGG
VSKEFFQLVVEEIFNPDIGMFTYDEETHSFWFNPTSFENDGQFILIGIVLGLAIYNNIILDVHFPMVVYRKLMGKIGTLS
DLSDSHPTLHKSLTDLMEYEGDVEETFMLNFRIGYKDVFGSNLTHELKENGASIPVTQENRKEFVELYADFLLNKSIEKQ
FRAFRRGFQMVTDESPLHLLFHPEEIELLVCGSKQFDFHALEEAVEYDGGFNAESTSIKHFWEVVHEFDDEQKRKLLQFT
TGSDRVPIGGLSKLRLIIARNGPDSERLPTSHTCFNVLLLPDYQNLDKLRERILKAITYAKGFGML*             
>Ctel_220633                                                                    
MATARGCSVEEVWSPSLGVYFSVLLVWPEASVLQNGVNVLHERGECGGKQDRDPWRHHRPRQERHHWTETRKRQTTKEDR
SRSISRYSCDSSLTLQVLQLLPLGDPPGTTRLLRVRVIAGVHLAKKDIFGASDPYVRIILYRGKRDSGQIDAVNTRTIKK



SLNPKWDQEFIFRVNPRDNKLLFEVFDENRVTRDDFLGLVEIPLEHALINNEHAHRTLHPRDFILRPRSAKSRVRGHLRL
YLAYIPENGDATEEEEEEVASVQEEPGWEMVQNDQLNQSADDEGASNAPSYDRTDSSLPPPEDAASSEVPLEEQSADPLP
DGWEERQDDRGRRFYVNHSIRRTQWERPSEVSPLPEGIEERVDANGRTYYVDHTSRTTTWVRPTRQPSQDDTAAQLAQAQ
QVFLQRRHVSQDDTISLGSYEDLANSTARTESPARINSVQAPSPVPRLSHAAPASPLPALRERVESLTSPSSAEDPADDA
LPPGWAASMAPNGRMFYIDHNTKHTTWEDPRKMRSRSHSVMAHGPMSQELKRRSSNEDLTKDLGQLAAGWEERVHTDGRI
FYIDHNNKVTQWEDPRLSKLGGSAIKYSRDYKRKYDYFRSKLRKPSNVPNKIDIKINRKHILEDSYRCIMSIKRPDLLKT
RLWIVFEGEEGLDYGGVAREWFYLLSKEMFNPYYGLFEYSAIDDYTLQINAQSGLANEEHLSYFKFIGRVCGMSVYHGKL
IDGYFIRPFYKMMLGRPIQLNDMESVDPEYHNSLKWILENDPECLDLYFSVDEEVFGQTQERELKPGGKDIPVCEDNKRE
YIDMVIKWRFSDRVKRQMSAFMEGFHELIPQSQLAIFDSNEVELLLAGLQDIDVNDWKKHTNYRGDYNPNHPVIVNFWKA
VYSFHNETRSRLLQFVTGTSRVPMNGFRELYGSNGHQLFTIEKWGQERNLPRAHTCFNRLDLPPYASYSELRKKLMTAIE
NSEGFEGVD*                                                                      
>Ctel_225074                                                                    
MEQVEPSSVHVVAGRDPALVIILLLLFLLFLLLLTVLPILHQIAIKHASLVQSILLGVSAAKLNSHGGVFSSKADPYLEL
SVDGQPPRKTEIIKKTWTPTWNEHFTVLVTPHSTLDLRVFNHFQLKANALLGSCKLELYPLLCKNNGKCQAQKTGDLQVV
LTGMDINMADYLPNGQANATDDAVNGVSSGPSPSAGSRQSAAASAARPRSTTNPPPNVNAGMARLSSADSGDGAANVSSS
EPLPPGWEMRIDSHGRPYYVDHNTRTTTWEKPTPLPAGIMQEDPLPEGWEMRFTAEGVRYFVDHNSRQTTFQDPRGGPAK
GPKGAYGVPIQYERSFRWKLGQFRYLCQSNALPGHVKLNVTRENLFEDSFQQVMRLQPFDLRRRLYIIFKGEEGLDYGGL
AREWFFHLSHEVLNPMYCLFEYANNSNYSLQINPASSVNPDHLMYFRFIGRFIAMALYHGKFIDSGFTMPFYKKMLSKKL
MLKDIESIDPEIFNSLKWTEDNDVEEMDLGIYFSTDFEILGKVEQHELKEGGKDIKVSNDNKTEYISLMTNWIFERGVVE
QTKAFLDGFNEVVPLQWLQYFDERELELMLCGMQEIDVGDWETHTIYRHYVRTSKQIQWFWKFVRELDHEKRTRLLQFVT
GTCRLPVGGFSELMGSNGPQRFCIEKVGKDSWLPRSHTCFNRLDLPPYKSYEQLVEKLTFAIEETEGFAQE*        
>Ctel_216886                                                                    
MADQESEWYQFVSERCGEYVLSTFLAEKIDYQVFLETPPEQLEELVPAYGDRLALSNKTRRMVASSCNSRETASTSMLAR
LKRKNAEHPGTSKKILNMKGNSTTMRDVNGIEIPCSSSIHEQYHERKVKMLRMYLFIKTNGVPNEVPEAQQSDERTEGLS
NLEPTLPDFPVHENNGLDDEKEKSVSVDGDVNFEQFDNGGLEGRPSMYDHSLSLDDNQSTLAEQPFPFDDDPPTLADQPL
PLDNHSLIGGAQPSEEQSLKIKLHRGHVFEELNEAFQNNPAMKCPSTCLTIEMVLPNGIVEKGQDTGGILCDALSQYWNT
FKEKYTTGVGVRVPVLRHDMKDVWATIAEVLVVGRRLCAYFPTYLAVPFLLYTLDAEAPLMEEMLLESYCNFVSEEDGVF
IRNSLNNFSTYPQEEVEFFCEMHNVTRVVHANNWKETLLQVAHKEMIQEAAYIADCCRPVLQQSPLLKEVPSIQELITSL
TPTGKKVMKLLKLATETDNASLKEQKVFGSVKQFINQLNPANLKKFLRFCTGADVIIVDEIKVHIFPRQDRCSNFNRVPI
AHTCVPILEVEDTYDSLPELSEEFSQILSADVWVMDIV*                                         
>Ctel_164474                                                                    
MVAATSESESEEGTDVGRLQALLEARGLPSHLFGALGPRMHQLLHRSMSGSTASKAQQLLQGLQANGDDGQQLTAVIEMC
QLLVMGNEDTLAGFPVKQVVPALITLLQMEHNFDIMHHACRALTYMMEALPRSSTVVVDAVPVFLEKLQSIQCMDVAEQS
LQALEMLSRRHSKAILHAGGIAACLMYLDFFSMSAQRAALQVTANCCQTMSNEELHYIRDSLALLSSRLSQQDKKSVESL
CLCFSRLVDNFQHDERILKEIAAHGMLTSIQQLLVVTPPVISSGVFVTVIRMLVLMCANCPDLAVILLKQNIADTLCYLL
VGTSEQGASETVELVSRTPQELYEIVSLIGELMPKLPADGIFSVDGLLKRGTIQNTDAVMWQWRDDRGLWHSYSPIDSRI
IEAAHDANEEEVCLSTIGRTYTIDFNSMQQINEDSGTSRPVQRKANPLAVPALVGPGNLLLKTDSRADIMHENSGLASAF
IKALFGVLYEVYSSSAGPTVRHKCLQALLRMIYYGSADLLRQVLKNINVSSHIAAMMASQDLKVVVGAIQMGSILMEKLP
DVFSVFFRREGVMHQIKRLAQGEGLEGATSRKEPPPTPPPSKPASEPSSPLPTSSSSSGNSSVLSTYMGRSLERVDLHSE
KPSSPVPQMRLSDVLKRKKPPKRSSNRKSSKDDAATTEILTFRGSTPTSSGASASSKSSFLSSLNPSRWGRSSAASSSSS
SSTPSAACKEPCKITPTSSQNISNNREKVKQWIRDQAMKFSSKYFKTEVEGHEHPALDVLNRLCQASDALLATSPPGDVD
CLYTVAAILSGSDVSPFEIIHSGLVGHLLSYLTSPPHGSADQVHLRSFLHVFLRCPPPDVAVINRVDVSQAPPLSHLVSK
LLGCFHHLEQFQVKVHDLPGSSNNSGRGSNALRFFNTHQLKCNLQRHPGCTNLRQWKGGPVKIDPLALVQAIERYLVMRG
YGRLKPEADEENSDDEQSDEDIDDTMAAVSISQGHARHRLEFMIGSHPLPYNMTVYQAVRQFSGSVDRDSSETDTDTEHP
YGHTGIWVHTHTIWYRPAQEADSYPDASSSPKKTKSEKSHKHSSKGRKDPLWTEGIAPSATPSLDAFLQPQLPPTVTVKD
PALQVLSLLRVLHALSTHWRSLYEPAVLSSSEFTSSKLTAKATRQLQDPLVIMTGNLPNWLTEIGGSCPFLFPFETRQML
FYSTAFDRDRAMQRLQDSTPDAAPVDTSERVAPRLDKKKRVVSRVDILKQAEKVMDELSSTKALLEIQYENEVGTGLGPT
LEFYALISREIQRSDLEIWRGEPVRLPDQKADDSALYMFSSSGLFPAPLGRHAKSSTVSKTKSKFKFLGKLLAKAVMDSR
MLDIPLSSPFYKWLLGHEHSLTPADLEEIDPVLAKSYNQLEQVVREKKRIENDRSHTAESRRLALDSLTMDGCSIEDLGL
DFVLPGYPNIELKKGSKDLPVTQHNLEEYLKLVVHWTLVEGVSRQFLALREGFEAVFPLHHLCLFYPHELEQLFCGSCHE
VWDVKQLVETVHPDHGFTHDSKAVKFLFEVLSSYSAEKQRRFLQFVTGSPRLPVGGLKSLTPPLTVVRKTVEGAENPDHF
LPSVMTCVNYLKLPDYSSVEIMQNKLDIATREGQLSFHLS*                                       
>Ctel_121196                                                                    
QLIPLETFHTQSATGQYVPILPGGHSIALTFCNRQEYSRRALHLRLHEMDAQVAAVRAGMACIVPVPLLSLVTTEHLEQL
ICGIPQLSVSTLRKIVRYRDITEEHPLVKWLWHILEEFSNEERMLFMRFVSGRSRLPANPADIAQRFQVMKVERAVDGLP
TAQTCFFQLRLPPYSSREKMMERMRYAIHNCKSIDMDNYMLMRNVNHHPGPGTVLAEQNVQLEDDDP*            
>Ctel_153266                                                                    
MASQGGRVRNGPMKIRLTVLCAKNLAKKDFFRLPDPFAKISVDGSGQCHSTETCRNTLDPKWNQHYDLYLGQKDSITVSI
WNHKKIHKKQGAGFLGCVRIMSNAIQRLKDTGFQKLDLQKNKPDDNDTVRGQLVISLISRDRGGIGPLVNDIADLNSAIP
REPDELPEGWEERRFLSGRVQYLNHVTRSTQFERPTSGPPPAVDPTPSTPPIEEAPPPPPPPPRPERPSRVADSASSRQS
AGGGSRRDSRRRSTRHRNYLNRSQLHQTQDLPDGYEQRITPQGQVYYLHTQTGVSTWHDPRVPRDLNECAEDLGPLPPGW
EIRHTATNRTYYVDHNNRTTQFTDPRLPLHTVEVVSSSQAVDKENDSPLPKYKRDLVQKLKVLRQELQAMQPQAGHCRME



VSREEIFEESYRQIMKMRPKDLRKRLMVKFRGEEGLDYGGVAREWLYLLSHEMLNPYYGLFQYSRDDIYTLQINADSGIN
PEHLSYFHFVGRTIGMAIFHSHYLDGGFTLPFYKQLLGKPITLDDIEGVDPDLHHSLVWILENDITDVLENTFCVETDSF
GKMSSHELKPGGREIAVTEDNKKEYVRLYVNWRFMRGIEAQFLALQKGFNELIPQHLLRPFDEKELELMISGLGKIDIED
WKSHTRLKHCSNDTSIVKWFWRAVDEFDEEKRARLLQFVTGSSRVPLQGFKQLQGSTGAQGPRLFTIHQVDTNTDNLPKA
HTCFNRIDIPPYESYEKFLEKLTCAVEETCGFAVE*                                            
>Ctel_228560                                                                    
MHDPGEEVDTTANHGLDLDLCELCGALVVNVLRHMKTSHPGCGGLCCPQRRVLMGDRLVDDRGGGACGASADPFALCMQC
YQRYKEGGSTSRPTHSEARGLSYAQLLMIAPDLLGSVESTFEQEETDILPEVSDPQMQGLEQFEVIMGSLGLTGRRPVAD
PVTFAEPDPLGSKFISCTCYNADDLVSMINSNLCSPQEACPRASLGEQATQLHSARDRLVALRRTTSAMQVLLARAIVLR
AITLLSLSETSCLSTGLERMGLADVQLVVKLMRLCASGRNKSPDANLSCLSAAIGALVQNNPSASQLLVQLCTQELMTAA
MGLNTSLIADAKRMHPSPLTRHSEPSDQKALSSPCFAVTQALVSLLAASVHSTSLEMDASPSSDVPPRGCGPLHLANALS
ACILSARLHAQHRQWATQQLLRTLANQGRGAGLGGCLADLAGDIPACPVSVLEAHENRVTHVTYNPRKALLASVGQDLTV
RVWSLPNRSHQFLQQTCVFQMTDDRSADSGEGFLNHVTWSCTGKLLAGAVLNMVNIWSVSGGRGHLDVQPNHVTALMFPR
RILMQGVTIDTLLIGRINGTVAVTVVTDGPTFNRTEMTHVSRRDGVAVSALEWLEDDRSFIVGFADGRVNIGAVAGGSTV
LGIECHKLGVCGLSWDPTGRLLASWATAESELKVWNKSAGRLQLQHAFSHGSCVTCFVWCDHCSDSTDLMLAVGCADGSV
YVRTCKQMQATLCPSLPRMDTYQLWNEAECKQVRLSGHLSSITALTFNPSHVLLASACSSGWLNIWSVADATLVQTITGA
GSCSALSWHADHSLAASFSRSKDVHLVHMTSEHYRRHKVLAVSRGRLRQHGIVGLHKAPCLRALLLRLPLILQEQFSHEK
TFVQNGEQLLNSVFLRCLCTLAVGLGLDQVLCHSPSPPLHHTAAESSVLSEWHWLHNFTMALKSCKALSTGRPLPFASSY
KDDLKWDVQKDAAIIAWSVQHPDDWQMGGSCDAYLWGGGRHGQLCEAGRSVLTPLHTSSFSSAQQIICGQNCTFVIQANG
TVLACGEGSYGRLGQGNSDDLHSLTIVSALQGFVVTQLVTSVGSDGHSLALTESGEVFSWGDGDYGKLGHGNSDRQRRPR
QIEALQGEEVIQIACGFKHSAVVTVDGKLLTFGNGDYGRLGLGTVCNRKTPERVKALENYHIGHVACGLNHTVCVSADGS
TTWAFGDGDYGKLGLGNTSAKSTPVKIEALSGLKVKKVACGTQFSVALTRDGFVLTWGQDRLIGQTEAQMRGHCTPQKVT
TLAGHFIEEVVVGSEHTLALTSDGNVWGWGLNADGQLGLGHTGTVREPQLLGGLGSSEPIKQISAGRTHSAAWSGAKAAS
VRSGTAAAASAASLQLGTPACVPAQYAALKECSVVACRERLRVLHQFSDIIYSSWRLLNLSPLSDQTHDSWLDCRREAIV
QGRLRPLLAPRVYTLPLVRAIGRTMVQGRNYGPQIRVKRLATRGKKCKPLFVQISHQVVRLKAADLRLPARAWKVKLIGE
GADDAGGVFDDTITEMCHELNSGVLNLLIPTPNTTNDIGYNRDRFLFNPSLKDADSMEMFKFLGILLGVAMRTKKPLDLR
LAPMVWKQLAGMIATQEDLQEVDALYVQNLKSICNIHESGVTEQTFAELIPLETFHTQSATGQYVPILPGGHSIALTFCN
RQEYSRRALHLRLHEMDAQVAAVRAGMACIVPVPLLSLVTTEHLEQLICGIPQLSVSTLRKIVRYRDVTEEHPLVKWLWH
ILEEFSNEERMLFMRFVSGRSRLPANPADIAQRFQVMKVERAVDGLPTAQTCFFQLRLPPYSSREKMMERMRYAIHNCKS
IDMDNYMLMRNVDHHPGPGTVLAEQNVQLEDDDP*                                             
>Ctel_204358                                                                    
MDSTGEERLRSRQQNVHSILTNADLSTDFTTNLTSNCCLTIRNKSHYTPGPCHHYKVADLEECPALQGHDLEFLRAPHAS
NRILTPLPHRTPSEIQQSRCLGKSSFYVRIKSSDHTTDRAQPPEQNSQSSGVLDVDKRDLSTVPPQGNNAPGLLDVNPVM
DCENDLDVPAQSDDTPGLLDVNHVMDCKNNPGVPAQSDDVPGLLGVVEHDDNPDVPAQSDDVRAAANAPSTPPNIIDVDR
DDILDLARPAFARSTFRPEAPLSVKFLEEPGIDTGCLRREFMTLALRQIRDSVMFNREDDRKMIRMESVGMYPDSFEDQH
YLSAGRMIAHFLVHEGPGLQFFCKTLYAAIVSGPEAIPFEVVNVLENDLRSKLEEIQSATDDASYARACDQMEDIIDVAG
ATVLRRSVEHKLRLVKAVCRMLLCDTIRAPLAQLCEGLEMLGVLGAIKKHPVAFEEAFVSNPQPLRAEDLERLYVPSRSQ
EGSQRFLSEKKAIGHFKTFLRDMEADGRLPELLQFMTGMDRIPPLFLQACAVSFSHHVEDCSADYPHANTCSFNLRLPLL
RTYKKFKENFICTLDSQKCFTDF*                                                        
>Ctel_169244                                                                    
MTETADLKSSVLCWGSLTHGQLGLGGLEEETVTLPREIRSFCNVEVVHIACGLQHTLFVKKDGRVLSCGNNDYGQLGHEK
PCKRPALIDSLGERNVLQASSGTKHSTVLTDAGQVFTWGSNEDNQLGRGQVDSASTSIPRMVRGLADHKVVQVACGSAHT
VGLTATGQIYTWGSNNHGQLGLANKTPQNEPQWVSCISGLPIVRVAAGADHNLVLTISGALFAWGCNSFGQLGVGDDQDR
GAPTLVKTLRNQGICALACGDDHSLALTRDGGVFTFGAGMYGQLGHNTSNNELLPRKVFELMGSSVTQIACGRKHSIAYV
PSSGRVYVFGLGGNGQLGTGSTVNRMSPAMVKGPFVAFGAEVVDKGAIHFSQHGQPHMVVRHLYAGGDQTFIYATAASCK
VPPHDCRINPLVQSIVRISKDVVADLSKTPAVTMPSVDLLQEITELFSSPYSWNASFLASFRDPEPCACSRDHHGVDLQS
ANSVLNDLGSLPNKRIVQHISQIMGSHLLPCLPMAPADVECLRLYLIVPLFPPFKSPDSYKDLQCPYASSVAALKAPAST
ILNHWYSSLPDTFFLRIVRAYKKTVIHLLSQTPDPYSQKSLCHCMDLLDKFHKVNAQMGPGVPYTEFYIHELDTKIDFHT
EYIRWLQFHNRHSARSFSICDYPFVFDGKAKTLLLQIDAVIQMQVAVDEATRHTLSNFILGGGAIDPMHPCLVLFVRRAN
IVMDTINQLDKQGHHDFKKPLKVMFVGEEALDAGGVKKEFFLLLLREILDPKYGMFEYFPDSRQLWFSQESFEDVCMYRL
IGTVCGLAIYNGMIIDLKFPLALYKKLLGSSLTLEDLKEMQPAVGRSLQCLLDYKEDDIEETFCLTFEISRDCYGEMKTV
SLIPDGSNIAVNKENRQQYVNAYIDHVFNISVKDSYRAFHDAFHRVCGGKVLEFFQPLELQAMVVGNEDYDWTQLEQNTD
YKGEFHANHSTIKFFWHVFHELSLENKKKFLLFLTGSDRIPIHGMKSLKMIIQSTGAGDSYLPVAHTCFNILDLPKYTKR
EILKEKLTNAIQNTEGFGLV*                                                           
>Ctel_174178                                                                    
MDLAVPPPNWTEDARRRSSANSVRLLSLHDRSNSDTNLAQSTDSSLHRCSKLSVDREECTLGAFEFITVSWDIVEEVGAN
DWIGLFLVDETVSSNFLDQKNRGPEGTKKGQILWCLDNAGHDLVEAENRVCFRYYHGASGDLRAISPTVNVLNPNAASPP
QGASHVKGCKEAEPGSLVRVTISAIFARYLKKGMFFNPDPYLKISIQPGKRSSFPHLAHHGQESKTSTQQSTTSPQWMEE
AFSFEALPTDVLEFEVKDKFAKSRPTISRFLGKLTVPVQRLLDRTSSSPATLTFNLMRRNPSDNVSGILAFTVDIDRQGQ
RPGLVGARAACCVENGDVPLNDSDLDLTALSRGRLMENFDIDEAEINLQTPSIAAVPSIECGPTGKWKQSGVPVGVVRPF
SVVEPTSSMDGETSGESPPPDRNSIPPPLPPRKHRGSSKVKKAPLDLSKACSMSELSSMQVPVVNLSELQVPEGLPPREN
QASFDSMEAFAGSQENMHNRHGNSSSSGANDSEEAAPAQIVVTSQVVTQTASNSLEVSGPHICTAIEEAASEQEEASSAE



NAAVDMRPVPARRQLNVSQRTSNHQAIKEELQRWTQQHSLSREIADLPPAPPPPPPPPPPPPPPTPPQPPPRTSASITPR
DRSVPLPPPREGSQLSSPPAVSSGGDVPPTPPPRLPSTFTHSPASRTHSQPIAQAVEASPSRVVSESEVSRSPRNPDDQS
SADQPSRLPSILENRRIRFLVVEPQPGEEPLPRGWEARIDSHGRVFYIDHIHRYTTWQRPEGDRSTTPQRIPSVMTREDR
QQLDRRYQSIHRTMSQSSQSHSSEEEAAASTATVATATSTTAAAMATPSSPAHRPLRCVMKMPAVKFLTRPDLFNLIQNN
EHALADYNRNSQLKHMVNKVRRDPPVFDRYQHNRDLVSFLNHFAESAKEIPHGWEIKHDRSAKPFFIDHSSRSTTFIDPR
LPTEVPSSLNTGVLQVRQRSHSAGEEDMRNSRVKPVMPSCVYPFALCNRSEILLKLLLLPYNERVVAFLRQPNIMEILQE
RQSSITSNNSLRNKIARIRSDGVEILERLAADLDINILLSLFENEIMSYVPPSLLNQGRSPRGSPQNSPHASPGMPRANA
RVPAPYKRDFQAKLRNFYRKLEAKGCGQGPSKVKLAVRRDHVLEDAFNKVMSTSKKELQRSKLYISFSGEEGLDYGGPSR
EFFFLLSREIFNPYYGLFEYSANDSYTVQISPVSAFVENSQEWFRFAGRVIGLALIHQYLLDAFFTRPFYKALLRINPSL
SDLESLDAEYHQSLMWIKDNTITDMGLDLTFSVDEEVFGQITERELKPGGKKIEVTEKNKKEYLERILKWRVERGVAEQT
ESLVRGFYEVIDSRIVSIFDARELELVIAGTVEIDVNDWRRFSEYRSGYHDQHQVIQWFWLAVERYNNERRLRLLQFVTG
TSSIPYEGFAALRGSNGPRKFCIEKWGKISSLPRAHTCFNRLDLPPYTSFEMLFEKLTIAVEESSTFGIE*         
>Ctel_208820                                                                    
MKDIWATIAEVLVVGRRLCAHFPTYFAVPFLLYTLDAEAPLMEEMLLESYCNFVSEEDGVFIRNSLNNFSTYPQKEVEFF
CEMHNVTRVVHANNWKETLLQVAHKEMIQEAAYIADCWRPVLQHSPLLKEVPFIQELITSLTPIGRKVMKLLKLATETDN
ASLKKQKVFGFVKQFINQLNPANLKKFLRFCTGADVIIVDEIKVHIFPRQDRCSNFNRVPIAHTCVPILEVEDTYDSLPE
LSEEFSQILSADVWVMDIV*                                                            
>Ctel_121881                                                                    
LAKKDDSSSKVINDSLLSRLRPFRGPAPPASTLVSLTTNDATATTKKEDSASSSTGVTTKALMRSPIYCDGNSIVLLTPS
AGASSASQARSLFGSSAGISGLRSLATNVCFSVQSGQCSHRTDLIDAPACSLARGASLLGMGLCYDASNNLIWGVSADWV
DQFLNPGHRATLHIMQRLCLPQDVPLHVPADKMCSTSDALAQLLRHIGSMSVQHVSTDASPPPPLSATALLAGFQSQMAL
LQEHTQQVKAVDLVHLQRVLDILQRAVKEKDERTVICMLLVMQVITFCSLLCPLTSMTPSDLLWLILSQCQEADVHSADP
TSAVLREVSLTISTGLTVLYPLTSSRDTLFHKLLSEGDQVKGYMHLRNLILINYSEQLRSQLLHSDRLNDLRLNSDLVQL
VLKIVVRESCALLRECQTSDRVHLEAIITSVPMASACLRYLMALQFHSLRFALLQKEFSENSVLCPDFNELSQSILSLNA
QILTGAYEVVEVLLETCHAIIATGGQDVDFWLQGLERTAKATLLGHCLPMLVTALTHPNLRCLLLAEALLPQLVQLVVLT
SQAALLLKSQVQVVQQEELLNVDHDITDLIGGSHIDLGEEEKGFLAGLKVPAPWTSGKSVESVHPLRDNYKSKETVQIPG
ARCLFLRFDPRCSSQYDYDKLVVYAGQNTSAKKVAEFGGNTLGFGSRSVLGAGWPKDLVRVDGDSVTFSFEMRSGREHNT
PDKAMWGFMVTVRAQESVEEVSQGLPFLADLALGLSVLACSMLQLLYQGPDKTQDEDKCQGLLKSRLLQRCVWQHDQPDC
LSQAEVLPPNSPHMKPLPRIKMPAEIISKLREIGGNQSLQTRPSIREVIVPKVLEECILSATVKHLSLADTLRCLSLPPE
YDNPDYFLLRDVMRETYRRHNAMLRQFQAIAELEQRWNHEITDVRQGTLSPSQAFFIDYHLAENKQKELAILCFLKQVDF
NPNDLDSSVSALSEKLEMEIALEAAPDAKAFPRTQAVVQGVLQRLYLLLHVTIAPDSGIGRSLSHAPFKVIPNVMVRSDT
DVLKPYARSISAPLDPHVVQDDSVLDIKTCVTWKRHVHRKPVSILQNLVEQTSEETQAPQVSLLHQLFAFIGSSPERAVS
CESFLSAARTRWKRGHTRQHALRHMIALLKAATRVGGATHLVAAVTSVLMHGPQVEELTCGGMANHVREAFAEAISSVVQ
LVARYPTACCNSIGLLCVIPYTRAEEKCLVRSGLVQLLDRLCSLSNNSGSASSEAALRRQRVSAMAWAGFQVLSNRCVQW
EQEDAGIDDLEHSGLARQVSMLLTNHLARATESSNSNQSAGNEALQEVLSLLNNLSRSKMGRAILSQPGCVSKLLSLLLD
QRPSPKLVLIILQLCRVALPLMSTEDCDKVDLPAWGQDLQPEGGLPPTASEKSVRIASLLLAKLGDFLVPGDQTTIVLKQ
ASDDLAMQQSEGGGKGEKAEDSNVLDGCLSVFVHKRADQSSHEVIQPLLSSMESRPFRLAGGANMEKVVRMDREITKHGK
TEVCTEEALSALRAAAKWAAMGLVVSTGAPVDSRAESCSSDKKKMAAEVCKDKNSDLSRSDPIRPFISGHVANSMAAEVI
DLLHCLLSAPETLAAQRWSSAVESVLSSALSSLPILLSSTEDLGCEEGQHQQLITMAKQANAALAALGGFVETVKAGCEV
EIQGEGVRGSLAQVLTVSEQAGMVTAKLLPPSDHEFHPPRYSDNVQVPISRLRPPRNQRLPLHQLSMAETIVAALQSLLH
PQHGVASALSQPLPILGADATDLPNQICRVVAEIRTRACKVLACHLQDDSFARLFIMHSSSAIDVLKSLSKECSVGVRLP
VEEAKCHRLRMLYRDCAKPPPPPPKHPVRATKEITWDAGRLFPPLRSTLFSHSLTAVTFLGDPSAGSGLPRGTLVFASQP
IPTQAPSFYWEMEICSYGENHDESGPIISFGFMPSAEKRDGAWTNPVGSCLFHNNGRAVHYNGASLLQWRSVRLDVTLSV
GDLAGIGWQRQPSGQEASSLPNHCSSAKGLVFFTHNGRRLQAYIDDVSGGMFPVVHIQKKSTRVRANFGGRPFAYAEGTQ
HRNAADDCHDLSLEIKQLFSVLPFHSSGSDSDTDSCVSLDSSADSQRSVQVQTPPGPPRRTACTPQPLREYNCEASLHYK
LLPSYECWAFTGPEPKASTASEEESDCEEGEEDGAVEDHYALLVKAWEQKVFPTIRRRFRNEAERKDGLEQIRGALQLGM
TDIARQTVEFLYEENGGMPRDLLLPTIDDIKAELAKFTIDRVRKGTTVIIRPLTPSSSPSILPKFAVRGMLKTFSLPGMV
LDVDQVNELVQVESYLQSEGVLVRFWYPLEALERPPQGYRKTALMGHQPLDTSSILIHREVLSVESVLARMHCRSALLEL
IAHCNSPSPPEASLAPPSMAASAALLQDLDIENLQLLSNELLAPPLPPHGDLSTHSLVSTPSPGLCLSALDCTHSALLYQ
DSRQRLRQELRTAISRAAVQGEDYLIELSNQICLCFQTAPELFPFEEFAVSESRMATDVVFSGCACVVVSSRVDPKASKK
DVTHKSPWARIFTYQGHRISRAGQCSKQEVLSFPRNCSLPSTHSGQYCPAVIPADVVHLKMSASSPGPIVSLHGIPSQFP
LAVAYIETLTEKEEEAGGGRAPIVVPSLVLVHVTKLICGYLWRTDVPPVLKETMFHLLAQTLRVLHMSEMNSLPSLGPQL
SSSLAPLSLLQSEIKRLYEEETKGWLSGGGSTVDQGRFSTYFHSLMEVCLAVAEVTAPVVPPDDAARPSAPSLAPPSPSA
SSTLGKRKKIKAKRDRTSSSSSAGKADSECSLSSIASTASSSSSSSSSGGMGGSSKPEDMLWFHRALTVSQIFRYLIYGD
LIGKGVTEEAVGDAYQLLTPSSAHSRLLIIGGIPSQLEASAVREAIMSACAASGGLFKDDALYLPKQQHKEEEMSRYAVL
EVRSASKMDAVKRSLKMQKALVQGEGEEMAALDLLSLSIVNPGLGTDPIANSALESFLTDKLIQCKSPLSLRDEALIALT
EIFHSCFLYDGQSPESQKLQSGLICLSRHQITVSAASNLICVFLNSLKATSKKTFAEQVGHLLRRYGVPRLSDKEDSDKK
AKVKKASKASSPKEKMALQFSTKKELFNEISLDRSAKKNGQRRKKRRENLLHQQRNKEPRKKPRASAKVSAEQENVLTLD
GFLCFVTEKVKQEARSVWRALFACGYDLHFERCRPMDVGQAVMLSERWTPDMDSALVTHINALSSKLAVSPSRLHPHEVY
LSASALSSSSELCALQGLSPEDVRLRFSLLQSLNNTLQTFFLPLVDLRPCLGVGGQYVQRRSCASLLAASSSSSCRQLIF
RDTKMVLFNRVLNATAQRKPDQAAPEIVLDPLESVGEKKLRPLSTHFCQALRQLSTVSSSQLCVRLAAGGDPTYAFNVRF
TGEEVHGTSGSFRHFLWQTARELESPLLGLFMQCPSAGSQHNRGMFIMRPGPMTFAEEQLLLFLGQLIGVTIRADIPYGL



DLLPLFWKNLTGRDLDPLSDLQDADITTYFYLKKIEMVFDESELLALCSEQRPTFTFNTLLGDPVDLIPNGSAVTVTMEN
RHEFVECIRSLRMKELRCEARVRVLLAGMSSVIPPQLLPLLTPLDMELRTCGLPHVDLDFLRAHTMYQVGLMEADEHVQF
FWQVMQQFSQEELCKFIKFACNQERIPQTCPCRDGGSDTAHVPPYPMKIAPPDGPGQSSTAASPDARFIRVETCMFMIKL
PQYSSRELMRQRLLYAIHCRDDPLSG*                                                     
>Ctel_181994                                                                    
MNSNYAAYIAHHSRSKHSVVDFVTGKYLSPHHCKVIWDWEEPRQVGETVSFRIKFYQRNGRPYKVSEGDQLFVEVILGSL
KMPCSISYGNSNSSKMDNSSNNHSNSNHSNIAKVSFTVHKSGQYRIVIMVTGAPIKGSPFSKTFLPGPIDPAKSGFVNQS
SSVICQRGVPHQLQVEPKDEFGNLCADISNIHQHIGYSMRLIEVIGNSKSCAANLQVTFDKALNSVVLQVCIEQEGCFRA
TVAYRGHKLKNGDFNILVLSPASYQRVNKSVAKKCHNVYYEARLVAYNNDRLEKAKKIYCYISPKQLTIKEYFMKIFPKR
LYTFRVCPSTKFQFLGLDRHYDTPTLLIEDGCQAPVEIASKDRDVIASVFTIFLLKNIGGSETFKDKQDFFYHEVRQLHS
KRIHERLPLKINRQELFKSSLKATKNFSTSDWCRSFEIHFIGEQGVDWGGLRREWFELLSMALFEPGDNSLFTKFKDDNQ
ALVHPNPCPANLKMKHYEFAGRIVGKCLYESALGGIYKQFIKARFSRSFLAQLIGLRVNYRYFEQDDPELYNTKIKYIEE
NDVDDMELVFAEEEYKDGRLDRVIELIPNGARIAVTNINKTHYLNALAQFKLARRVQEEIDAFLKGLNELIPDNLLSIFD
ENELELLICGSSNYSITELRENHTISGSSAEFTQVLEWFWMIISGFTQEDMGRLLQFTTGCSLLPPAGFAELNPKFQITA
APTYGVLPTAHTCFNQICLPTYRSSEEMQQALMIAIREGNQGFALV*                                 
>Ctel_228035                                                                    
MYSFEGDFRKKPTQSLGGASRKEERGSLIQRTQEERRKRELLRKQQLSALIIQSFYRGYRNRVSAQNAERDGFDITWSQH
RKQRQATEIDAVGIASLIRKIVFFYKDGQDDDRLLWLCQLLIRQQKNIIEWMTGTEIVTMLQMKRLLVLCLRHLRHVAFT
NTQIAFPLRMLEVFLNRQAYPVDKQENVFSVLVHHLVQNGFYSTLRSLVEARVPCGMGSSVNPPTPLAASLLALIRLPLS
IVSTQSNSPVMRLLCTQLFCRPFSEQMQEFLMPALAYGSQPFPFVDLLHTLLPLCQRSDDSQVKAESFEPSVWLLYAVLT
LADQHLGKVNEHHLEMYLRLLQSLIPSLQEAKKKNRRRPISPDEESSSEEEIEFDPHFQAGALSFAYQECLNLLDREKHV
IAVVAAVRPGASAEAVTAVCSLCHALMSQHQLSIHKTRLLYSLAFNPGFVRQLWHTCISITTTTVTGSKTSLLQMLCRGL
DMPWTDKDQIVPLLSVFCSLFSHSLTSLHDSEFYGNENCKSNEALYPLANLFYSASKSFMPFHLNELVPMTRVLCDVCLG
VVELAHPEAKPTLSNNYRAAFWSVGAARNSLEPDELLARRDLWAYLFKVSAQLVKQLYGRDSRRTFCPQGHWLASQLNIY
ADSPSQLYQNPHPVFIRRPFGTLSALNPDRMLEEEGPPLSTTEVRKLTILTELPFVVPFAERVKIFHKLVSQDKSEHQGV
SIFAGGPHIDIQVRRTFLYEDAFERLNPDNEPNMKLPMRVQLKNFAGLDEAGIDGGGIFREFMAELLKTAFDPNRGFFKC
TTDKLLYPNPQAGLLVEAYTQHYYFLGRILGKAMYENMLVELPFASFFLSKILSTSRGDVDIHHLASLDPQMYKNLLFLK
TYDGDVSSLDLDFTVINDILGETEIEDLKAGGRDIPVTNHNRIEYIHLMADYRLNKQIRSHCAAFRQGLTDVISLDWLRM
FDHNELQVLISGAEIAIDLEDLKKHVNYSGGYTAEHQVIQWFWQAIESFTDSQKRQLLKFVTSCSRPPLLGFKDLYPAFC
VHYAGKENRLPTASTCMNLLKLPEFPNLVTLTQKLIYAIESGSGFELS*                               
>Ctel_226634                                                                    
MKIDRTKLKKSASEVPLECKVLIEKIKACTTYGRDSLLTELKLIKTWTYGKCELFHWADVLDIFDEILEEACKKETADKW
VLLCDIPGSQLTELLLKVLQFTALLIEHSFTRHLYNSMEYLTVLLSSSDMTIVLGVLNLLYVFSKRSNFITRLAPEKKKG
LVVRLTHLAESWGGKENGFGLAECCQELPASSFPLSATTLHFEYYAEQKDETAKKTSVLSNIHMEGLDALPKLPSTIMEE
LLVVHKVPLKQQMLLFTHIRLAQAFSSYEKRLQCVQGRLQAISVLVYSNAMQENVNTLLYSGLIEELVDTLELKDDNLME
IKATALRTLTSIIHLDRNPKLNNIIDATGAALYHGFLPSLVRNCIQRMTDDALTPFPQPFATALFSFLYHLASYENGGEA
LVSCGMMESLLRVINWFGDGQEHITFVTRAVRVVDLITNLDMQAFQSHGGLNAFISRLHHEVEICRKEQPFIIRPKRTDS
TSMDLQPLSPDSFSPMETETDSKDSAGPSTSDTDSAVASNVTFAKAPQCFPQRGALLKSMLNFLKKAIPDPAFSNSIRHL
MDGSLPRSLKHLISNAEYYNPSLFLLATDVVTVYVFQEPSMLSPLQDNGLTDVVLQALLVKDVPPTREVLASLPNVFSAL
CLNNRGLEAFVACKPFERLFKVLLSADYLPAMRRRRSSDPPGDTASSLGNAMDELIRHHPSLRTEATSAIIKLLKEVCSM
GRDPKFVCQKSLPKTEPSPSMNQGNQANDAVSSEDEDNDEDLAPMKFVEAILSNNTTDDHCREFIQQDGLQPLMEILALP
NLPIDFPLSPSCQAVAVVAKSILTLSYDGAVLQTGLTTLMEILKRLEPLHVFLGPPGGSVLMRELADSQGGTDDPLLTAE
MTPLLHSLSSVYAFISMFTHVCKGGQSDMRSISVSQWGSELGLECLRMLSKLYTSIVWESTVLLALCSEDIISTDMDFAR
AELEKLITKEDKARVERDMEMAATARREQEAVLRRSTGDLSSNGVSQAMQSLSTSDTIPMDTTEATKDLVKPTRPEAKMK
MSPMRQQQVKHIKPLLSSSSRLGRALAELFGLLVKLCVGSPVRQRRIQQIQPSPTLPSENAQNIASHLTKLLKDGLIWEP
PPYTPVPKLRLTFFICSVGFTSPMLFDEKKNPYHLMLQKFIASGGQEALFEAFEWANSNGFKLPSMESTELPEGTGEFLD
SWLVLVEKLVNPKAMLESPHGMPKVAPPNVRNYKPFNALHCLVDMQRETFYALRKWLWNRTPNKIFGARISESLLSILCH
IIKGEPLIRLMDMGFSREHCLDALNHTSNLEQATEYILTHPPPLPGISTSSLGALSSLPRSSGLMSNDEQLMRAIALSMG
QQMDRSLGASSDTLDIQLPIQETSKTAEVKEPEEESAPKEPLPLQKEEIDDFTKTMIPGCLHLLDHLPETVFRICDLIVV
VLNREGAITSEQVLTALGVELVEATTPLATHDRQSIRDWAAQVVIMPQAGKLAVRLHLLALLFEVKELKGTAAHVIQASR
LMDLLVRLLESGQRCLMIAKEAGFIVSSPKWLGPLLLLLDLYERMAVVTTRKADLEQLMGKNRSWKWFDDRSGKWSNYGA
LNNKTIDDAYRAGESSIRFTAGRRRYTVHFTTMVQVNEETANRRPIMLSLPAKDEKIETDDPSSDSNMETDNKKKNDVVV
IQGLHQDLLRSAVSACVGLISLPADPDTLHATLRLVLRLTRDYQQAAHFSELGGLKLLLNLSQASAFQGFHSIVTLIFRH
VMEEEFMLQHTMEKVIRSSCMGNGSSMCGVTPESVGAKELHYVLRVLAPAAARNPKMFLEMAQQTLRVMLPPPAKVGELI
VDETDSVITNPTAPQLLKCEPSKQTTSYTLSNHARTVIVDLLTALTSPYDFAEEDAATKPTTNLGEFIDEVVDDLLDRNA
QTAAASAVPTTAAIQPAATATASVTAVPPVTAGSSEEKKDDVPKKIKVKPKIRPLMPKSSILRLLAETIRSYVGCAQLVS
SHTYPIKERSLVTEEGLPALSFMLDFLLPQCQTAGDKDCPALTRVVIASIAACNYYPEAQTALAVEVKAALQRALLLSES
EEKHQRLQSLTAIISTVIEACPVPGQLPNQVFKSQQQNTMNNMVKILLKKGIVIDLARIPHSLDLSSPHMANTINSALKP
LETLSRIVNQPQSMPAKGKQKMQDSARTFVDAYTALSAQQDNLGNEASEAAASSEAQNNNEGDATLDVRDNDLTLHDLPR
QASNRVGDADYTPRQQQRLNALEAALDELLDRGSNRDTHAETQVLGEIIMESGRSAEDDSNVVVVDDSMVEVEDIHDSQM
ITQDISDDDDDDVQRRTSNSIMDRDHYEDDDDDDDNDDDERDEDEEDDVVDDCGEEEDVDDDDDDEDDEDEEGFRDMDDD
TFYRLEEEDDLLVTLEEVLPMGPSLPPPPTHVSSAHPLLTRHTEVHSMGSSVASRVHRTGRRGGTYRYNPSTQTLHVHYA



GLRQPPSQLQRLLGAGNADVLQLPLGGNNAGTRLHFFTNDDLRFMPRSDEDLMDDAFHESFDGDAMTSGVLSSVPAAITR
WTEESRVLDGDSMHDCMTLLKPQIIAHLEKLRDAEIALIKEARKKEKASSEANADQSKGVVENVPAVSRAADSDTTSSTL
MNASAGGSGIDLGSRGLSEQEQAAAQCLADAFATAAVGEPAGSSSNTELLSTPAPTTAASALPFITPNQPVPFSVPPAPF
SSDAVTINSSGCSSENPSVAELSTPGENTPAEESTPQAAAPLRYVNGLPDGVDPSFLAALPDNIRQEVIAEQLRLQRIQQ
RALQQQEQAANLGVSEVNPEFLAALPPNIQEEVLAQQRAEQARLQATTTAPETSLDPGNFIQSLPPSLRQQVLADMDDSM
VAVLPPELATEAGTLRREVEERHRRLTQERLFAQGAGLLSGILRQSTALSNRIGRGASGFAIRPTGAAARGGPSSAHWPF
RSLLAMSQKPGSCTAANTMRLRGRHLLDHEALTCLLVLLFVDEPRLNTSRLHRVFRNLCYHGPTRAWVIRALLSILQRTG
ECKKDEKKKRSEAPCTPRTVSPSWLSVSLDAALGCRANVFQIQRSERAKKASPSLVTIHPQASPVVCRHVLDTLISLAKS
FPNQFLPRNNKVKEVACDEDRSKQSATTPTPGATPATPSSSSPSSSAVAVPTETDFWDLLVKLDHLGSKRGKSIPKAHHN
HPTSDLEVLAATYDDAPLGQLMSMLAHPVVRRSQLLTDRLLRLLGLVSWALPENASTAASSTPSTTTTSTTASTTGELPP
LVISQYELPLISAGTSTTSVVTASPSVTCVASATSSSVTMVTASRGEVPEEEEEEGPVLETQLQLAVEVLTSKSCSEEGL
EDATNLLLQLSRANNATRDMVLTLLLEGARQLGVTVCDHIRYAYASLLLQSVTATNDADESPEDGPSTSSGQAKGVIADK
FGAGVVVVHAPTKPKTSMGRELQLPSMQLLTNKTSSQQFLLRILKVIIQLRVAARQSVRRTKALAAVEDIMEMVRQNSTE
DQRETPMDVDAGAAAPPVVQIAQVDYQNLLPRLSEQLKLDDLWDVLGSCLKDLSRTTDHHAVLVLQPAVEAFFILHAGEK
DEKKKEQSGQRREDQLSHLDMHAPLSPATPSASGQQLQTSLLREDSVASVSGISNAHLPPDIQKFLKFAETHRTVLNQIL
RQSTTPLVDGPFSVLVDHTRVLDFDVKRRYFRQELDRLDEGMRREDLAIHVRRDNVFEDSFREMHRRTPEEWKHRFYIVF
EGEEGQDAGGLLREWYIIISREIFNPMYALFCTSPGDRVTYTINQSSHCNSNHLSYFKFVGRIIAKAIYDNKLLECYFTR
SFYKHILGVHVKYLDMESEDYAFYQGLVFLLENDIKDLGNDLSFSAEIQEFGVTEVRDLKPGGRDIIVTEENKKEYVKLL
CQMKMTGAIRKQLDAFLEGFYDIIPKHLIGIFNEQELELLISGLPTIDIDDLKANTEYHKFQANSLQIQWFWRALRSFDQ
ADRACFLQFVTGTSKVPLQGFAYLEGMNGIQKFQIHRDDRSTDRLPCAHTCFNQLDLPAYETYDKLHTQMMTAIHECSEG
FGLA*                                                                           
>Ctel_219094                                                                    
MSSLNLFLQPLTGTDEQLNDSLIIVSHIMIFIEGRICRLSYSIVEDRVDFSQRADSKTPSARAPQRSARGRVVRTVGRGR
GTGVIVGSRPLLPASVVPEELISQCQVVLQGKSRSLIIRELQRTNLDVNLAVNNLLSRDDEGEDEGDEGDDLMSLLDAGI
HLDHPGVIIEPDAMFNEDIFGYSNLRARSGSRQRIKIVSPAADRDLTERERDSIFRIRERTRWLDSALRDDCTLSRLDRD
RTDGILGLGGPAEQKRSPNSPLLLGEELQHWPEKDGTEPRFLCMAALHSELVAVTTQGQLCQWKWAEPDPYMCPESPGIL
HPKAVALSLVGEKVLGVATCNVRATVWTESGKVATWVDETLNIVAAKLEQPATSFPEFQEDKIASLCACSLYTCAKLESG
ALYWWGIMPFGQRKKIVEKARSRGKKSKSTSSSSTKGPAEGSSSSSIVTGMQVCLRSSPIYHVGAIGFTCADGVPRVGQL
MEAAWSLNDSCRFKLKKRLTLVTEKVEKPSETFKPDMPPPPSPASSTCSDHSGPSMVSPGPYKRKKTPVKEVLVEKKDEE
EWALKDVVFIEDIKTVPVGKVLKVDGAHALVRFPPKDTSDHSSAPRDDLTSLLQDCRLLRKDELQVVRGSSAPRVPDCFQ
KTPKRIALGSAQILSVAADVQGVHLVCNAGGRITYMVHNLSTGKLDQESMLPTHPQAFLGHSYKNVSLHNPGESHPVLLR
DGNGSLYPLAKDCNGGIKDPSWFNLSAAQSISMTVHSVTPSAAGRVRVAVIAAAFEINSMLSAIVKSDVEKVKAILASFD
RTKDAAELEHLVQSVVQRQSDGNRNLLHTAISMCAPTSNSDAPTSNVSSSLDPINPMEGEREEVGGIRIPTLSWPPDPHA
PVDSIRLESDRPEKRSNALLILRLICECPALQPHMASMLRAKNAEGCTPFMQSIRVRAYSASLLMMDTAKLHRSDPESLM
AMLYPSGASPDNSPLHVLCCNDTCSFTWTGDEHINQDIFECRTCGLVGSLCCCTECARVCHKGHDCKLKRTSPTAYCDCW
EKCKCRSLIAGSGEARVSLLNRLLEETDLVRLPNSRGENILLFLVQTVGRQLVEQRQYRPSRSRCIPRKTPLSELEAEMP
DHSMKPPSFCRTALERILSDWNAVKAMMQAGSKEDKANTCSGDVVYEDQVYLNSQNGTQRMDKFTHCLLVKCSVEMLDTL
LTTLIREMKSDTRAEAKGIARLFVRSVARIFIVLNAEMMPQTGKKKLSMSVSQPLMKCRKVFQALITIAIEELCEMADAL
IAPVRMGVARPTAPFPLVASNIEAIQGSEELFGLEPLPVRSAATEDPTPISLLPRSPSPNLLQRSNEREDEDAISRDGEV
EAVMMEPMEADRHSEPSENGEGGPESDMELDLIGEAESDSDSDSVHSQADAASTQRSAVTAATAGSDAGLASLAYFSEEE
DEEESGAESSNQEEDSEGEGSEDREDAESGMEEQLERRNPPAGAQQQRNVQAPQTMQWAVRARDSAPLTASSRTPASSTA
ASNTNGSGLIFIDPSNMRRGGLTSTVPAAAVADAAVDASTTAAQLSRLFGVLIRYIADLLMMLQDYHNLAPNLHPILEVS
YQEASQLQLYLECHLKPTWDWLIAVMDSTEAQLRFGSVLSDSTDPAHPSHPLHTSYVRSARGNREEHRLLPSVDSRRRMR
PAMDGSTNRKDFLTYVLSLMRAHNEEHADTLPTLDISALKHVAYVLDALIYYMRSGTDPDADMIRDGISVDSWQDNEENL
NDFTEDDPVNQSVAMETDSVDGDSDAGAKSGRKHAFFQRSDSTSFLGCVAPDPFQTPLVEALPLADQPHLLQPNSRKEDL
FRMPRQAVNQWSDFSEQKQPSPFDQLPTCLALSNRSSSEAPTPSVIVRAQETSSLASFALPQDPLNLSTSVSAPMPSTSS
SSSSSAPLPPPPTEPISPPTTAAPVSLVDSPAQDLSSSDPHKETAPLDENVSNTVVVETSGVQSAPPPSYRHQQHMLGYL
IPPDSLLGRWRLSLDLFGRVFCDDVGAEPGSTISELGGFPVKESKFRREMEKLRNSQQRDLSLEVERERSTLLVQTLKQL
NTQFQRRSSTASPALAVHRVKVTFRGEPGEGSGVARSFFTAFAQGVLAQEKMPSLEGVLVGSKNLQLNLLQKLRSRERER
QRLTRQRTRAMEGRRTLSYDAPPFHMNPDDGSSNVSAADESVDPSGGGGSANQRRQLGERLYPKVQSLQPALASKITGML
LELAPSQLLTLLTCEDQLRQRVYEAEEIIMSHGRELNADALLDLDIFNLSADKSLKKASEQKAKEADPEEEADPEDLSPL
FWQPGKRGYYSPCQGKATAERLNAFRNVGRIIGLCLLQNETLPLFLNRHVLKFILGRKIGWHDLAFFDPTMYESLRQLVL
DSESKEAGLMFAALDLTFSIDINKEQGPSEHFDLIPNGSDVEVNAANVHDYVRKYAEYRLLKSMERSLQALRQGVFDVVP
RGSLDGLVAEDLRLLLNGVGDIDVQTLISYTSFNDESAGEGGEKVHRFKRWFWSICEKMTNSERQELVYFWTSSPALPAS
EEGFQPMPSITVRPADDSHLPTANTCISRLYIPLYSSRVILRAKLLLAIKTKSFGFV*                      
>Ctel_93626                                                                     
MRENVKGCLFCRSLVEKAEECGVWNPVQEFYAVTFESFSQLNSTFKKEPSKDYRSTDDSGINLNFVYTVYEVLENLPQDA
QKHVLKSIINSLLKDRKPHSKDDLRAYIILLLNPQFKNATTYVIFAHLLRQMASLSDQDHHYIVHWLKWINHSCFQSLIK
ILNGFISCRLFPPKPQDLPPMNKCTWWIPSATKVLALLNASNDLLHPPVVSYMEFYNPGLDHLNLMAEYYTWQNPSAHPG
FSFCQYPFVLSITAKRSILQRDSEQQMIIMARRSLVAKVQRRQMPDIGMLFLNLTVRRAHLVSDSLNEIAMKQHDLKKKL
KVTFAGEPGLDMGGLTKEWFLLLIRQIFQQEYGMFNYDKTARVFWFSSAPCENYQEFNLVGVLMGLAVYNSIILDIHFPA
ICYKKLLSPAVVPYNNPSATVGIANVTLNDLKQTLPDLARGLQELLDYEGDVEEDFGLTFQTSVTEFGEVKAHSLKQGGE



NIHVTNSNRKEYVQLYVDFLLNRSMRSQFQAFYHGFHSVCASNALIMLRPEEVELLVCGSPTMDISELKKVTVYDGYTAT
DSAIKHFWDLVTHMTLRLQKRFLLFTTGSDRVPIGGMSEMQFKITRVDNTNMLPMAHTCFNQLVLPGYKSRKILKQKLLI
AIENAEGFGLE*                                                                    
>Ctel_205533                                                                    
MATVLLNGTFLNFTPVVFPLIEPHQDIATSQHNDTRHHYQTASTYIFEPSKRGQNSELASEGFDEETPGSAATKNLSSSE
DLRLAPVEGPFVAYEDNDINTQTVSLSPPAIPLSKEFLDLSENHLFEELPDEHQPITITLHRDHVFNELNELSSQGITQM
YHSFRIEMEIAHKELIQEPAYVADCWGPILREHLGKFGESLEAILKSLEPSSKNVLEILQFEEFKNPSEAATAFFLKKFT
RNSTDERRKFLSFCTGADVLLVPAIDVKLFEPTNDFSRMPVAHTCGCLLEVPSSYGSVAEFSEEMSGILNSNIWVMDVI*
>Ctel_172844                                                                    
MASVGEVILRPQSRLDAKWLKTDLQEIFSRDGLCQLWNELVKDGEIHLSTSDGVLNSAGNMANKEERKAGVKKAPKPSAE
LIESWTWGPACSPTLLQECLQALVQEQHQLVTEASGTTLSSERLLHRLLVMERYLVALSKHVPKEGRSPTRKKLNLQANL
NMKKSSMKTSESATAGLARVGSRAALSFAFAFLRRAWRSGEDTDLCSELLSEALDALRSLPEATLFEDSFVSPVWMDVFE
RASKFLITVVEGSVFSGMSASSTSNVVPLPDQEVALSLLFELAIQRGRLHHLLKVLLLVLRLWSDSRNACDDNRFTTNLM
CAPLIPLLQRFQAMHSSTTHTVKYDEAGNFIVNPTECFLRFLTIPEDESMSVDLRQSVVVILSHLDRLAEPYMPAQEAHK
VCGAQELFAWGWLSTSDATCHNTPTTIPLPNDLDDIIQVACSSNSLLILLRTGRVYKMTNSAEPQSMHEISTLADIEIIK
LAAHSEGSHCLALTSEGDVYSWGNGDFGKLGHGDTVTCDSPMLINELHGKSVVNVACGSHHSAAITASGELFTWGRGSFG
RLGLGSTEDILTPALVSGLLGVTVVDVACGSGDAQTIALADTGSVYSWGDGEYGKLGRGGSEGCKAPKLVDKLQGLDVTR
VYCGPQYSAAVCKNGAVFTWGNGEGYKLGHGTEEHVRFPRQVETLAGKHVTSLSLGSHHCLATTEEGELLSWGRNDKGQL
GEGHTGLKAEPAFAASLLGKCIIGITCSSAQTFAWSRPSRGTMIPMRIPFVVDVCRVTFEQLDALLGEVCEGLDGSNDWP
PPQEKECMAVAALRLLNLQMYAAICQGESPASIGLLPGSALVDSLKQRLVALASNAGVLVTVQKAAQSVLLNGWALLLPT
AEERAKALSNLLPSGCGRDSGVLSSGQRFMTDLLVSSLMADGGLESALEVAFRKETQIIEETKSREEVPAIDEDSLQLSI
PLLELVQQLLRNASSHTLQQLQHLAKDSCLKTDDESQRQMQGTSTSLDLLLRFQRLLVAKMLPTGKKQPQISADAESETL
GMASLLKKYTFLLCSHMADVLPLATSLASYSSKHFSAVAQIVKQDISGVLLPEVSVGLVLLQLHAPSVIHASQCSPQLVS
LMESLDSFNQLAPGLHREDTEDLAWPGVWAGCMERYNQKSSEETPQIRKADLENHNKDGGLWIVVQGKVYDVHSYRLQAP
CGSDLLLQYAATDGTVPFEEVSHSAEVKEIMKNFCVGTYIDPEHDVVQCTDSSTVSSPLLDTERTLAHLLGLHAASQVQS
SPLSAVEIQYNHWLEAEFFRGGLQLLQPKNPFEEEKGESRTPSSCTTTPGVTPTTEQKLPPPQIDKEKLFERQASQADAA
RPFLQSLAESRVQEVSVRTFLDYVERYCRSHYLMLPVDFPSDHPVEEVSRLLMAVLLKHHDLGHVALSLVEHGLPETVAH
KHGLPRSIAEVCKVVQQAKRSLIKAHQDLGRSYKEVCAPVIERCHFLFNELRPAFGNEVNALSRSKLLKTTPRWKSAVLK
WIEQRRISEEPTLAQPTPAKKVCGEIQIILSCILLSVQQPDTWKPVVSAVTSPRKFRWLKQRLAGTIADTSLMHRIAEFV
LYDHPVDIENLRKSLHYQVERASIRLKGIQNILTLVHQDHLIPSVKYAVLSGWLGFLKRTISQCHPVPHCLSNISLIPPC
DRILLEMAFSDLSAWAVQTLRHGLLDADTHLITQPSTKSHANNKDSFNLGCLPVSRFLLATLGVLTTEHQSNSFSLLLNS
GLTALTQTLLRLIAGPSQDGSAVAPDQAPHPQQLMAVLEEPRSKRPAQLTPVSGPELAARMKINTKVMRGIDWKWGDQDG
PPPSLGTVIGELGEDGWIRVQWDTGSTNSYRMGKEGKYDLKLAEISSMGENEGDGDDAEECGEIFPKVEQNPHPNVLLHK
ATIHLLKTLGVCMGLHGNGAQKEAVGMFCGLLRQIVESGYTQSVAVNLSRDQYQSWAGLGFVTAIAIGPTICQSLSTPQW
VEILLRIVSCEDVPNGAVYLPRRILALRLLKTILPEWEFVSEVGRVQKLVERMVLLLGHTILFCSEDPTLTSPENKGKKR
FRPPVPMSASYTSTIAEELISLLRTLHAMDAWNAVINNHVMAQLSMINAFAQDDKAFQSLHANQAPIIGVLALIGGLDSR
PRLGGTVNCDCEDLESGTVSRIQANGKITVQGANQSRVCRIADVRAVPDSVFMLEKFPMTEASLSVWAALVRLAGFSFNS
TKKLMSSSTDSIDLMDRDLLWTQQMRFFILKAAQVLLRQQDDLRKILSQPSAVDPLVEGTHEVSAGILLQQLMQTATQPS
PLKAMFSRQEMQAAALAVMQFLTAETARHPCDDNEEEEDLPPPPPPPPPPPPQTDTQSSVEGAGALSVSRLQKARKSKAT
ASAPSPVIVQLIEMGFQRKKAEFAVNALGGSEGEAPSVENLVGWLLEHSDLQITDLSDSDSLSEDFDILSDSDSMLDDLE
DMSEVVIDEVVPLAADAVYKKRSDFLSNDDYAIYVRDHIQVGMRVKCCRSYEDVHEGDVGKVVKLDQDGLHDLNIQADWQ
RKGGTYWVRYIHIELLGFAASASVAGQSIKIGDRVRVRPSVSTPKYKWGSVTHRSTGIVRAISPNGKDVTVDFPEQLHWT
GLVSEMELVPPTHPSVTCSACRMTPVAGPRFQCRECPDFDLCETCFREVKTHRHAFDKVMEPGAAGVFAGKAGRYKQQKP
QNTSQYVNSNLLIEEWDRCVKHLTVSSKESQAHRLINGSGGFWQSSGSQGKHWIRLEMQSDVVISQLMMRVEPSDSSYMP
SLVVISVGDSVHNLKEIKTVNIGSSETLVTLLSDMTEFFRVIEIGIKQCKSSGIDCKVHGMTIVGRLRSDDEEMAANFIF
LASDNEEEEAEGQRASQVMAKKVKCGSGVKDIQTQVFVWGLNDKDQLGGPKGSKIKTPGINETLSTLKCVQIVGGSKSLF
CVTQDGKLFACGEATNGRLGLGISAGNVPQPRQLTSLSQYVIKKVAVHSGGRHAMALTVDGKVFSWGEGDDGKLGHFSRM
NCDKPRLIEALRSKRVRDIACGGSHSAAIISNGDLYTWGLGEYGRLGHGDNTTQLRPKLVKALEGQRVIQVALGSRDAQT
LALTDSGTVYSWGDGDFGKLGRGGSEGCSVPHPIERLNGVGVCQIECGAQFSLALTKSGQVWTWGKGDYFRLGHGTDAHV
RKPQLVETLKGKKVTHVAVGALHCLSVLDNGQVYAWGDNDHGQQGNSTTTVNRKPALVQGLEGCKISRVACGSSHSIAWC
TLDSSVPASHEPVLFSSARDPLGSSLIGELLSYSDHPRNNAPANNNTTAKALRPSLAKILLSLEGSRAKQLALCHVLHAL
HILYARESIVGVMYSSDSAVAVSADKRFGLDSPVDSVSPIMSPEEATPRIDTSTSMTLELADIGLSLTDSMTRASEVRYF
MSVIRIINFSASQMVSSGHDSVASFPSIHSLAKASPATSLIAETFTTTEQVTSSGCEPCVMTLANLDDFTTQLSADDARV
LVDLLKLAVASRAGLKGKEALSQVLTALGKTFPQVAEMLLELCVTELEDVASDTDCGRNAAQPIVQESPHPYIDDSFLNG
HVKITGAEGLRVEFDRQCSTERRHDPLTLMDGSGRNVSVRSGREWSDWSQELRISGDELRWKFTSDGSVNGWGWRFTVYP
IMPAAAPMDMLSDRTVLSRPSIDLVTCLLDFKLETSSQRNIVPRLAAALAACAQLSSLGATQRMWALKKLRKLMTTHFGS
SIDVNSLLTSSQGEVLTLHSSLYSTNISLQSLGGSALASLVKGLPEALQRQYEYEDPIVRSGKHLMHSPFFKVLVALACD
LGLDSLTSCSEAHKWSWFRRYSTAARVAMALENRTALPTSFCEEVVKKIQEISAEEEKLTREHESHTSFGREQDEQLLLW
LNRRPDDWTLSWGGSGQIWGWGHNHRGQLGGVEGAKVKLPVSCETLATMRPVQLIGGEQTLFSITGDGKVCATGYGAGGR
LGIGGTDSVATPTLIESIQHVFIRKVAINSGGKHCLALSAEGEVYSWGEGEDGKLGHGNRSPCDRPRAIESLRGKEVVDI
AAGGAHSACITSTGELYSWGKGRYGRLGHGDSEDQTKPKLVDALKGYRVTDVACGSGDAQTLCITDDDSVWSWGDGDYGK
LGRGGSDGCKVPMKIDALQGLGVIKVECGSQFSVALTKSGAVYTWGKGDYHRLGHGTEDHIRRPRRCTTLQGKKIVSIAC



GSLHCVACTDAGEVYTWGDNDEGQLGDGTTNAIQRPRLVAALQGKKINRVACGSAHSLAWSTNKPVNAGKLPAQIPMEYN
SLQSLPINVLRNRLVLLHHISDLFCPCIPMFDLEQSEAVDMATSAVSSPDALRGVLVSSAKETAFRKVVQATMVRDRQHG
PVIEINRIQVKRSRSKGGLAGPDGMKSVFGQICAKMSLFTSECLMLPHRVWKVKFIGESVDDCGGGYSESIAEICDELQN
GSVPLLIQTPNGRDESGSNRDCFILNPTTKSPIHQNMFRFLGILLGIAVRTGSPLSLNLAEPVWKQLAGMPLSVSDLTEI
DKDYVPGLMCIKDMDEDVLRAADMPFSTPSAAGNEIHLSSKHQKITLENRAEYVRLALNYRLNEFEEQVQWVREGMARII
PVPLMSLFTGFEIETMVCGSPDIPLNLLKSVATYKGIDPNMGLIRWFWEVMEEFSNTERSLFLRFVWGRTRLPRTIADFR
GRDFVLQVLDKYSPPDDFLPESYTCFFLLKMPRYSSKDILRDKLKYAIHFCKSIDTDEYARIALTTDAQEDASSEGHFSE
SSDITTDSDGEIVSSDE*                                                              
>Ctel_121574                                                                    
QKLYNTKIKYIEENDVDDMELVFAEEEYKDGRLDRVIELIPNGARIAVTNINKTHYLNALAQFKLARRVQEEIDAFLKGL
NELIPDNLLSIFDENELELLICGSSNYSITELRENHTISGSSAEFTQVLEWFWMIISGFTQEDMGRLLQFTTGCSLLPPA
GFAELNPKFQITAAPTYGVLPTAHTCFNQICLPTYRSSEEMQQALMIAIREGNQGFALV*                    
>Ctel_208296                                                                    
MAHKFKYLCSFYSRDNKAPRQRNFIDKFERDIQRYEEKHKPSRKYLICTDWESSTKKRDKFFKDQCESSEKVIFLYDGEE
EKDADFKYYEDKAVGLHRTMKTHFVPIALADIPDTYFSDRGLPEFHPIKFGVGNDAACWKRLREEILPEVVREQDMDGPR
ISPQASSIENLSEKKKMENILQKHWTQLKSSVDITEGILDHLFQDKIVSITRKEKLNAIATKRDKTGALLTHLFDSNAAS
IGRFFDLLEKDYYWLYKEVQKDIDALSAPGGNSSCKANKDERRGDDDTLVKKPTQQIVQQDMTLPMQQTSSQGNTLAQPN
NLSTSPAMSLMRQVNSDCGEDSPDVNLQNPTTSMLPIQDSQDTGFPLDFSIKVKRGNVVAPMIEYFMDVKQTQRFVGKEI
EGVFEGEEGQGSGVLREILSQFWEEFFLKFGVGREEKVPVISINLSNKKWQSVGNILRFGFGYQPTAEEPPWYFFPQQLC
LASVIDAVHKDSISNKIKENNDVPEKKILLESFYAYVGLQTAEDIRNIATDLPSVDDTEWETINDTLQDLFEMPDFVNAD
NFHVKIAELAQVYLLQTSKTPLAYMKLSTWKNSFPDQFGSIASICKMYKEFQPTGNKVIKVLKVPEQDSKKKQQAVKDLR
NCIRNFSTEHLRDFLCFVTGSPLMPKEINVEFLEDDRYPFKATTCSYLFYIPVGWPFNKFQGKLESIITDKKIGVGLFGS
V*                                                                              
>Ctel_220495                                                                    
MYVIERLRSALKQFEEGLSSLGFLSALQTNPDVMTEAILQREPLVADAIIALYSNINFSIPGCNKRIREEATEAWWRDLV
LDLEDEGKLPALLACLTGLEAIPPLGFGTIGDITFFHPGGNEGDPTAEFPVINTCSFHLRLPIHPTYDKFQLNFRAALEQ
ATTFTDA*                                                                        
>Ctel_207613                                                                    
MDAPDCLHGFYSFMRERGIDTALFELEKIGPDTVSKMSDDDLINFGIPRFGDRVAVRSYVGSIPRPGPSGLSCHSGPSTL
PSRLLDLIKDKAKDPDLRKKKLLGNKNAKKKDKSFEIGWLMNDGVKVKQVRQKNGGGTRKLKALLTTTALEVMETSIQLF
FPDGYSKFGLVEQFQFSLCLYDETVIDDLTKTVCDIIQRTKINNLRLYLLSKKKPLSSSPVDEMVEDSDREDLPEIVAAS
TSSNAPAAPLVNEMNQTIGNSDREDPPEIVAASSNAPAGLFAEDQKDGQEKSLNELDHSGVVQFRMNSESLNSLDDTPMV
QERHFNHENESPNDVYVVQDADTPTVQFRLRHQLEDTLMIESSPERTDKEMSVKLILHRGMVFEDLNEAVKVHGLECLLQ
QQPLHVQMLLPNGVNEAAEDTGGVLRDALSEYWETFFTKCSSDGDVRVPVLRHDMKNTWSLCACVLVLGYQSQGYLPTRL
TVAFLQHCLGQCPSPKNITEAFLKMIPQDERDVLNRGDFEDEDFIDFLATHDVRKTVNEGNWCEVLHEIAHKVVIQQPAY
VADVWGPILRQHLDIHPDSLQDLMNSLQPTPKNILKILVFEDDSRSKPMSDYLKRFVKHSSEERCQRFLRFCTGSDAVVC
SELHVKVVDYSSEFARQPVAHTCGFLLELPNYSSYAEFSEEFSNLLKSDIWVMDIV*                       
>Ctel_226408                                                                    
MGQPPLKDSKRQYKSASQHPLPVLGVITNISDREDVALDFNVTKQPRFNLLGRAAIKQLRLSEDSRDARVCATNFWMYSR
QSLDSWKTLNWTCASRRMQSLYFANKEQCRLLFRKIWEMHTRPESNESRDTVKMKKFEEDAAALEQSAEIPAAQSCPVSS
SLFTGARYRPNQSPVGLPIPSTDSHEETLRKTEPFEEKFKKAEPFEGTHKRADELPYVTQQISQVSLGGTLGEVPENRDQ
TQPPNLTLGWDGADGSDAASESVEQGADSDQQRDVSNTSGNPSLNFQSGMISMRGDPSSRSTFNMKVRRCEVLNDLFDIF
HKEKLENILQCKVNAEFAGEASGSGVLLDILSAYWEEFFENYSEGKDEKVLQAHTDLIKDNLKCAGRILRFGFEYCPETE
PLQFFLHQLCLASIINVIHPNSISDDMTKYKAIWSASLYEHVGAISGEKIKAIYEDPKSASEDQWEEINNILDDFFEKNY
LVNADNIRDKLSHLLQKSKTSLELMGLHDWKKLYPEHFDDIDKIVEFSKQFHPTSDDVLKAYKRNEPKNKEEAAALKNLE
KVIRGLTLVELKKFLRFVTGSALKPKQISVEFSNDEHRPFNARTCSSLLYIPLNVKYNKFKGMLMKIINDEMNQDMTWVL
SHDQQ*                                                                          
>Ctel_188161                                                                    
MDAPDCLHGFYSFMRERGIDTALFELEKIGPDTVSKMSDDDLINFGIPRFGDRVAVRSYVGSIPRPGPSGLSCHSGPSTL
PSRLLDLIKDKAKDPDLRKKKLLGNKNAKKKDKSFEIGWLMNDGVKVKQIESSPERTDKEMSVKLILHRGMVFEDLNEAV
KVHGLECLLQQQPLHVQMLLPNGVNEAAEDTGGVLRDALSEYWETFFTKCSSDGDVRVPVLRHDMKNTWSLCACVLVLGY
QSQGYLPTRLTVAFLQHCLGQCPSPKNITEAFLKMIPQDERDVLNRGDFEDEDFIDFLATHDVRKTVNEGNWCEVLHEIA
HKVVIQQPAYVADVWGPILRQHLDIHPDSLQDLMNSLQPTPKNILKILVFEDDSRSKPMSDYLKRFVKHSSEERCQRFLR
FCTGSDAVVCSELHVKVVDYSSEFARQPVAHTCGFLLELPNYSSYAEFSEEFSNLLKSDIWVMDIV*             
>Ctel_205215                                                                    
MSYNPLQLMGYLCCWLSICFRFINGTSIMKTNPLMMYMLFRMLTLLRLSHLLNGQVKEMSVKLILHRGMVFEDLNEAVKV
HGLECLLQKQPLHVQMLLPNGVNEAAEETGGVLRDALPEYWETFFTKCSSDGDVRVPVLCHDMKNTWSLCACVLVLGYQS
QGYLPTRLAVAFLQHCLGQCPSPKNITEAFLKMIPQDERNVLNRGDFEDEDFIDFLATHDVRKTVNEGNWCEVLHEIAHK
VVIQQPAYVADVWGPILRQHLDIHPDSLQDLMNSLQPTPKNILKILVFKDDSRSKPMSDYLKSFVKHSSEERCQRFLRFC
TGSDAVVCSELHVKVVDYSSEFARQPVAHICGFLLELPNCSSYAEFSEEFSNVLKSGIWVMDIV*               
>Ctel_207045                                                                    
QWQKINNILDVFFEKKYLVNADNIIKKLSDLADVHLLQKSKTSLELMGFHDWKKLYPEHFGDIDKIVEFSKQFHPTSDDV



LKAFKKKENINKEEAAALKNLEKVIRGLTLVELKKFLRFVTGSALKPKQISVEFSNDEHRPFNARTCSSLLYIPLNVKYN
KFKGMLMKIINDEMNQDMTWVLPHDQQ*                                                    
>Ctel_216263                                                                    
MGLHDWKNLDSEHFGDIDKIVEFCKQFHATSDDVLKAFKRKENINKEEAAALKNLDKFIIGLTLVELKKFLRFVTGSALK
PKQILVEFSNDEHRPIKARTCSSLLYIPLNVKYNKFRRDFMKIISDEMNQDMTRKLSHDQQ*                  
>Lgig_108692                                                                    
IMQEDPLPEGMEMRYTAEGVRYFVDHNTRTTTFQDPRGGPSKGPKGAYGVSIQYERSFVWKLGQFRYLCHSNSLPGHVKI
TVARENMFEDSFAQIMRLKPFDLRRRLYMIFKGEEGLDYGGLAREWFFHLSHEVLNPMYCLFEYASNSNYCLQINPASSV
NPDHLHYFRFIGRFIAMALYHGKFIDSGFTLPFYKRMLSKKLSIKDLESVDQEFYSSLLWIKENSIEECGLELYFCADFE
ILGKIEQHELKPGGADIKVTDENKEEYINLMTNWRFTRGVEEQTKAFLEGFNEVVPLQWLHYFDERELELMLCGMQEIDV
DDWERNTKYRHYQRNSKQIGWFWKFVREIDNEKRTRLLQFVTGTCRLPVGGFAELMGSNGPQCFCIEKVGKETWLPRSHT
CFNRLDLPPFRSYEQLVEKLTYAIEETEGFGQE*                                              
>Lgig_111732                                                                    
MFSFEGKYRRTPGQSLGGASQTVEKESLIKKFQDQRNKREDERRKQSSAIKIQSCFRSYITRKFQSDILRREFDTARNSL
EKNSSVDHKTLYEMICRLAYFYKPQDGQRLIFIFQELLKKGFDYIKTIDNIYNNGLLHLKQILHLSIKYLRCIAARNEPI
ALPMRILELFLSPINKNDNITLSGFDSNFVFSSIIYHIVKSGYFVCLKELLKNKVPSSIEKSSTPPTPIASSLFNLIMIP
VQFITITSNKELGNFVMKSMSKVFLCEKFSEQIESFLLPAFTNSHQFPFEHLIDSLISFEKVKDELHTIVDITPSPYLLS
SLLTLSQNFISVDIKNCVVIKYIKLLDILLSSLIPLNKHQYMTTDSDNEDDDFMEHEDEKSIEMMYLREEILQQLNSTCQ
IKCFINCLRSNSYNIDVVQSVCSICYKLMAVHMVSINKMRLLYTLSLHSSFVYNIWNICKALSTETCTGSTTSLLSMLGK
GLPMYESDKQRIICILYVFCAMFSHSLITLHDAEFYGEERCKLNSQYAAMPFSLSELVPMSYYLRDACLGILDLAHPDIK
HSINDEYQHALVHTFNNRKSDQDIQDEEKKTWICLFKVVVVLVRQLYNRDTRRRFCPKTHWLSSHVTVQANRVSISLLPS
VKQVIVSQFFFKLSLNTTFTLYDESPPLANRDVRNLIVLTEIPFVISFAERFKILQRLIMANKEENQSEMTNFLVGPSIN
IAIRRDYVYEDAFDKLSPENEANLKLKMRVQLRNAAGLDEAGIDGGGVFREFLTHLLKTAFDPNRGFFQYTTDRLIYPNP
HASQLEDNYIKHYYFIGRMLGKAIYENMLVELPFASFFLAKILSSHGFNLDIHYLQSLDPVMYRNLLSLKNEIDVSELGL
DFSVIDNSFGENKIIELKPGGRNIPVTNENKIEYVHLMADYKVNRQIHSHCAAFRQGMADVISLEWLQMFDHHEFQILIS
GTSTPINIDDLRHNTSYSGGFSETHPVIELFWKVVASFTDQQKSQLLKFVTSCSQQPLLGFKDLYPPFCIHDAGTDLDRL
PTASTCMNLLKLPHFTDESLLRNKLLYAIESNAGFELS*                                         
>Lgig_117784                                                                    
RLYVQWRFLQGIDSQFSALQKGFHEIIPQHLLLPFDERELELMIGGLGKIDIVDWKKYTRLKHCTNDSNITKWFWRAVDC
YNDEMRARLLQFVTGSSRVPLQGFKALQGSTGAAGPRLFTIHQVDINTANLPKAHTCFNRIDIPPYESYEKFYGKLTCAV
EETCGFAVE*                                                                      
>Lgig_117914                                                                    
EQRTTQQGQIYFLHTETGVSTWHDPRIPRDISNLQLREDELGPLPAGWEPRVTGTGRVYYVDHRSRTTQFTDPRLSINIR
RHGRSMFQESTVIRLPNQKHKDKEVEPLPKYKRDLVQKIKLLRGELLSLAPPAGHCRLEVSREEVFEDSYRQVMKMKGKD
LRKRLMVKFRGEEGLDYGGVAREWFYLLSHEMLNPYYGLFQYSREDNYTLQINPDSGINPDHLSYLHFVGRVIGMAIFHG
HYLDGGFTMPFYKQLLSKPTTLDDLESVDPDLHRSLNWILENDIEEVLDHTFSVEHNSFGKVQEHELKPGGKNIPLTEEN
KKEYVRYVIVLFFY*                                                                 
>Lgig_119782                                                                    
QDIQDSWESENWKNVKDFYTTTFESVLELNAAFKRDPNKEYKTIEDSGLKLDFISIVYDNLIQLPQDVQKDVLKAIINSL
LKDKKPHSKDDLRAYIVLLQNPQFRSTTTYVIFAHLLRQIAALSDHDHHFLVHWLKRLERDRFKSLLDRLHNFISVRLFP
PKPQDLPPLAKCSWWIPSATKVMALLNAANTVITIVPHTAFYNSTLDHLDLMAEYYAWQNPSSHAGFSFCQYPFILSIAA
KRTILQRDSEQQMIIMARKSLVAKVQRRQLPDIGMLFLNLKVRRTHLVSDSLNEIACKQHDLKKKLKVTFSGEPGLDMGG
LTKEWFLLLLRQIFLQEYGMFKYDKRAGVYWFNPNVRENYQEFNLVGVLMGLAVYNSINLDVRFPPACYKKLLSPAVVPF
SNPRATVGVSNFNLDDLIQTQPEVAKGLQDLLEYPGDVEEDFCLTFLVSHSEFGSVTTTPLKPNGEKIPVTSKNRKEYVS
LYVDWVLNKSVYRHFQAFYHGFHSVCASNALIMLRPEEVEMLVCGNPTIDMSQLQKVTVYDGYNATDQIIKTFWDVVTNM
SVDYQKKFLLFTTGSDRIPIGGMSEMHFKITKVDGSELLPMAHTCFNQLVLPPYKSRKVLKQKLMKAINNAEGFGLE*  
>Lgig_126534                                                                    
WEEVVEQKYSLQLPEHKVIIPEADERTVNQLKQVPPSWTLIQDEALVKLMSLQMTADNDTLGSIKNVVESLDVSTSCDED
GAANLTDNDPDTYWESDGTQGQHWIQLRMKKGTIIKKLSITLCSSDDNYLPSNIQVQVGDVDMKNLATVNPDRINGKQDV
VLLSNLTEHYPIVKIRFKECKSGGIDTRVRGIKVIATGEKSNTYDKDFFSSDNLVRFPRLQAYSADQLYNRSQYVFSRFI
TLLDSILQYIIPAWNTSAHNKNPLEGIRGLLPLSKRRMALVDTCLKDSAHEPPEKPLVHINRRLAMEHRCNPGNDPTCKH
SIFNQLYDGLKPQERNSKPLDYRWNYRHDQWWECKFTLEGIIDQGGGFRDSLSDIAEELCPSNPDCPVPLPYFIRAPNQE
QDVTNVNTDVYVPNPLCLDKEKLIWIGQLMGACFRSREICVISLSMFIWKKIINQTVTWTTDFSTVDSLGVVLIDQLETF
DSATFNSVSRSWSYISSNGTTVILKMDNSGNPLPLKYDHREEYCSKVRECRMKEFDEQINYIRNGLLQVIPKAVLDLLTW
QELESKVCGDPVISIEALKKSTHYDEVEENDDRIKFLWEALKNFSNEDRSKYIKFVTGRRRLPATIQVSSGKIDAVDSLP
ESSTCANMLYLPYYSSAKVAEEKIRYAAYNCVAIDTDLNPLFDE*                                   
>Lgig_129991                                                                    
MTSLHFVVQPLPGTDDQLNDRLREVAEKFSRHGFTSPSTLSSLKNVNIVQCVIGSGFIALLLEDGRVCRVPFSVNNERLD
LHKSTETKTSNNNSDSGTLVVENPLVLVPGNLGATSNPPTSTGRWGTGGGNTPTTRTTSQQSYSRMQRTGTLHVGRGRSR
VIVGSRLVPASNVPEDLISQCQVVLQGKSRNMIIRELQRTNLDVNMAVNNLLSRDDEGDDNDEDSQDSYMPDDLISLLDP
DHGVIIESDAMFQEDVFGYSSLRSRGSGTRSRLERDRDVDRDRERDSIFRIRDRRRLEQTFTDGNIKNIDRDKADNLSSD
NKKATNPSPSPVSFYEDLQWWTEKEGDSIKFNHIAAMYSDLVAVGQNGQLYSWRWTEADPFKSGENSTIRHPKSGVLNLL



QEKIIGISACNVRASVFTESGKVATWLDESLSLVSQKLEHPAQLFPEFQTDKIVSLHTSTLYTCARLESGALYWWGVMPF
AQRKKMLEKMKSKKKKTKDSASGSSNTEIVAGSLVCLRSAPIYLVGNLGFTTVDGIPKIGELMSCAWSLADTCRFKIRKP
ISEMKAVEKSEGTGSGSSIDSKIEMPPPSPEGSISSAHSSASMTTPISHSKSHTPTKEESEKREEESWPLKNVVFLEDTQ
LKTIPVARVLKVVDGSCVAVSFNSKTDFTTPSKEDTASLLTDCRLLRKDELQLVKGVNSPRVPDFFQKVPKKVNVIENGT
ILSVAIDCEGIHIIARSGMRLSYIIYNLSTGKIEQDCAFPTNIPSFLGSNPSDISLHHSGEESLVPVRDGNGAIYPMTKD
CIDGIRDPLWFNLPPVTSLNIKIQCLNNVSNNLKNKAAVIVMAVKHQNLMPYILRCDLERVKSLISGIELDPTSSTNQKL
VKDILAERCDGNRNIIHMTVAMCVPTSNKDYDSDTSSTSTFSSTLEAINMDALSCGRDSGSRSMSVRELIRRASAANREA
REQAGDDSGLIPAASWSPDPPSYDSIRPGDTERPSLLRPSSSPALSCLNLQPELSNLCLPPVKLDEKERRKNAVEILRVL
CESSVLQPHLEELLTAKNAEGCTPFMQAVCGRAYSAGIIIMDGVKKVCNKTGSTGDSNNSVLMKMLYPSGSSLDNSPLQV
ICCNDTCSFTWTGAEHINQDIFECRTCGLTGTLCCCTECAKVCHKGHDCKLKKTSPTAYCDCWEKCKCKALISGQQGARS
TLLSRLLIETDLVKLPNSKGENILLFLVQTVGRQDTEQKQFRHSRSTRVTSSRKPPIADMEMPEHDLEPPRFARRALERI
LNDWTAVKAMIMSGEKDTSTSPDIIYEDQMFLHYQSGTARLDKFTHCLLVKCYSFEMLDTLLTTLIREIQNEKTPGRKAE
AKKVARRFVRSVARVFVVLNVEMTPSSIKKRSIGTTGCQPIAKCKRVFQALVHLAIEELSEIANSLILPVRMGVARPTAP
FSLVSASLEAFQGSEELFNVDPLPPRPSSADSTSQSISFITSRHPPVVNIDPSQNQLISSQTDTEVEVVDGLGGEDDQSE
HHSDRDNQSEHHSDRDNQSEHSDHEPEAPAPDPEEGPAESDMDLDLLAESESDSDSSHSNQDNVSIQRSAVTAATAGSDA
GLGSLAHFSEDSAESSNQEDDYESDADGSEEHDTDEFVYLDEQLERRSSQPPGSQGQRTLQAPQSMHWALRQRDPPSSRP
PPTTNTTTTTGGNSLIYIDPSALRRTAAVPTAAPTNQDKAVTMETTASQLGRAFGIVVRQITDLMNMLPNYTSLAPNLPR
VLDVLDNDIMDLQVYLESHLHQTWDWLISVLDTTEAQLRFGTALSNNTDPAAPQHPQHSSHIRNLRERSTQPETRVLQQI
TTGRRTRFGAFGSDGNSARRDFLTYALSLMRAHSSEHSDSLPIIDIAAMKHVAYVFDALIYYMRSGQDSDLDSVRDGISV
TSWQDHEENETEDHDDDAITNSVAMDTDSMDGDENLTKLGRKHPFFQRSDSTTFLGCPPPDPFHTPLVEALPLADQPQLL
QSNSRREDLFGMGRQSFVTKQSGETVHGTNPLDKLSNISLATRAARLFSAGCVSSTQTPSSILATVPTSSATSATSTPSH
SATSEAEENQSESSMDTSTNQMPATALIGQMIPHDILLGRWRLALDLFGRVFCDDVGSEPGSVISELGGFPVKESRFRRE
MEKLRNSQQRDLTLEVERERNSLLTTTFKQLNTQYTKRTSTGGPPLAVHRVKVTFKDEPGEGSGVARSFFTAVANALLSG
EKLPPLDGVMFGGKSIQYSLMQRLRLREREREKIRTHLQRQRSRDREPRRTLSYDAPPFYMPSDTGSGSGSSNNAASTTA
EPPTESSDRWQIGEQLYPKVRNLQPTMAPKITGMLLELSPPQLLLLLTSEELLRQRVDEAVDIILSRREMSAESLLDLDI
FNLSSDKKKTGSTSDRKSDLDEEEEVDDSTALFWQPGKRGYYSPRPGKNTTERLNAFRNVGRIIGLCLLQNEICPLFLNR
HVLKYILGRKIAWHDLAFFNSVTYESLRTLVEDAETKDSSLIFSALDLIFCVELCPEEGGGQVELVPGGTDIEINASNIY
EYLRKYAEYRMVKVAEKALKSIKTGVFDVLPSNALEGLTSEDLRLLLNGVGNINVQTLISYTSFNDESGESSERVHRFKR
WFWSVVEKMNNRERQDMVYFWTSSPALPASEEGFQPMPSITIRPADNDHLPTANTCISRLYIPLYSSKTILRTKLLLAIK
TKAFGFV*                                                                        
>Lgig_136701                                                                    
MGRLQALLEARGLPSQLFGALGPRMHQFLHRTMSGGTMSKVQQLLQGLQATGDEGQQLTAVMEMCQLLVMGNEDSLAGFP
VKQVVPALISLLHLEHNFDIMNHACRALTYMMEALPRSSAVVVEAIPVFLEKLQVIQCMDVAEQALTALEMISRRHSKAV
LQAGGIAACLMFIDFFSITAQRSALAVVANCLQSLTCDDFHFLRDSLPLLSSRLNHQDKKSVESVCSGFSRVVENFQNDQ
RLLKEIAVHGLLTNLQQLLVASPPIVNSATFVMVVRMMAIMCGNCPDLAVILLKQSIADTLCHLLVGPQDENSTQIELVS
RTPQELFEIVCLIGELLPKLPADGVFRIDSLLGRNAGFSVDTIAWQWQDDRNIWHSYTPIDSRIIEDAYNAAEDEISLTT
VGRTYTVDFKSMQQINEDSGTARPVQRKIHSSGQPQQRGSDCSLDCCDSREEFLKEDHQLASNFIQSLFAVLYEVYSSSP
GPTVRHKCLQTILRMVYFAAGDLLKDVLITQPVSSHIAGMMASPDLKVVVGALQLAEILMQKLPDIFSIYFRREGVMHQI
KRLSELKVVVPKTPTEKEPGGASFFNAGPSGGASASKHSKSAVRVKEDTSTASNTSSDDHGPASSHMFFRLGDVLKRKHT
PKRPRKGSKPEDPSERKHSSDNSDSKLSGATPKMSFLPSLRSWSRLSNSSHCERMSVSKESESHKFVRCSENNKEKIRSW
IKEEATKFLENNTTTESWSNSHPSVQILGKLCDAAEALTVENDNGLEPLQQIATITRESDISPFEIIHSGLVKKLLQYLT
KSNGAINRNARIQRFLHVFLSCPPPDVIYIKDMPGELDGPPPLAVLINKLLGCLHQLEQFQIRVHDLPGAGGMSGRGSNA
LKFFSTHQLKCNLQRHPSATNLRQWKGGPVKIDPLALVQAIERYLVIRGIGKVKDGEEDISDDGNSDEDFEDTMSAVCIS
QGTVQHKLEFLIGERPLSYEMTVYEAIKQFSHPSDRESDSESEAPIGNAKIWAQTHTIWYRAYSDKEDTLNEGPKKKGDH
TKPKTSKKSEDSHKHKMEHKARTQSLVSSYLTDQLPVYLTVQDTSLEVISLLRVIHAINIHWSTFYEISFFPKPILPISD
FISSKLTAKANRQLQDPLVIMTGNLPKWLGELGSFSSFLFPFDTRQLLFFVTTFDRDRAMMKLQQDSGGDNSQNDNERVA
PRLDRKRRMVNRNDLLKQAEQIIDELDKSKALLEIQYENEVGTGLGPTQEFYCLVSRELQRADLDLWRGEVIDMTSHADP
DTKIQLMHSPCGLFPAPLPKSVKASYLQKIKSKFRFLGKYLARSLMDSRMLDIRFSQVFFKWCLGQEESLTSADLIYIDP
VLARSHKQLEAIVHQKKQIVADKSHTDESRQLALDSLTMDGCSIDDLNLYFVLPGYFQVELKKGGKDSQVSLDNLEEYLQ
LLVQWNLVDGVSRQFHAFREGFESLVSLNSLQCFYPAELEQLFCGNINEIWDMKMLIECCRPDHGYTQDSQAVKFLFEIL
SDYNSKEQRDFIQFVTGSPCLPVGGFRSLNPPLTIVRKTFESTENPDNYLPSVMTCVNYLKLPDYSTKDIMHEKIKFAAQ
EGQLSFHLS*                                                                      
>Lgig_137136                                                                    
GDQTNTRLLRIKVVEGVNLARKDIFGASDPYVRISLYKGDREDGLIDIKQTKTIKKSLNPKWEEEFIFRVNPRDNKVIFE
VFDSNRVTRDDFLGLVEINLQHTYVLAEIAGREIPTKSFVLRPRSTRSRVRGHLTLYLGYLPTESAGTDEVTPAQPSTEP
GWEMVDMNNALNETGASGPVPNDRRSSVREEQLQPLPPGWEQREDAQGRTYYVNHNQRRTQWERPRIQSVNTKPCYQIVV
HSIQEEWVLQSRYKYNVCNSFSLCRCCMPKFNINHTKDQHNYFEAVHSCTVKLVLNGQCLCLLTEDCPNSLLSIIKEVIS
HSKSTVAVLTCKLACLYWVFCKNKSVYFVHSDNALPEGWEERQDANERTYYVNHITRKTKWIRPTFCLIFNFMIYIDTNR
TQQVSDQELQQQRSLELAEMYAHRRHVSQEDTLSVDSTTDLSASRTPTRTHSVSTPSSSSEDPRKHRPSSIHASSCTTSP
IHRPSSNEDLATKLGPLPSGWEERVHADGRVFYIDHNTHQTQWEDPRLKKLGGPAVPYSRDYKRKYDYFRSKLRRPVNAP
NKIDIKVTRKNVFEESYRYVMNIKDTEHLKTRLWIEFDGETGLDYGGVAREWFYLLSKEMFNPYYGLFEYSATDNYTLQI
NPLSWMANEEHLSFFEFIGRVAGMAIYHGKLLDGFFIRPFYKMMLRKPITLRDMESVDSEYYNSLIWIQDNDPEDLELHF



SVEEDQFGEIQEFELKANGANIRVTNENKLEYIKEVIKYRFVSRVESQMKSLMKGFNTIIPQNLIQIFDENELELLMCGL
QDIDVNDWKSHTLYKGEYNPNHPTVIHFWRVVYSFHNEMRARLLQFVTGTSRVPMNGFAELYGSNGPQLFTIEKWGKTAQ
LPRAHTCFNRIDLPPYDSYQEVRSKLVLALENTQGFYDVD*                                       
>Lgig_139648                                                                    
WEARVDSHGRIFYIDHINRQTTWQRPLSNTHTVHRRPTISSEQRQQLDRRYQSIRRTITQRDPESSSGNTPMDMPALTTP
EVSPQSLVTVTPTERSVYKLPAVKFLTRPDFFPMLQGNEAALSEYNRNGQLKHMVTRIRRDAQTFDRYQHNRDLVLFINL
FADFNKEVPRRWEMKLDRTGKTFFIDHKMKITTFIDPRLPTDVPLINTDFLQTPLQAVHVQDPSTVGNQKEQANADVLAK
FSSLHPAWRCFSSLAHMVRKTYNEKVVLFLRQPEIDDILKEKYASYSGNSSLRDKIHKIKNHGIEALDRLCNDIDLTILL
SVFEQDIMSYIPQSLKNPVVDTNQGSPQNSPAVQRAPARVPAPYKRDFHAKLRNFYRKLESKGYGQGPGKLKLTVRRDHE
GFTVKDPFYQLVLGQTSWLDYGGPSREFFFLLSRELFNPYYGLFEYSANDTYTVQISPMSAFVENAHEWFRFAGRVLGLA
LVHQYLLDAFFTRPFYKFILRVPWSLEDVETIDAEFYQSLLWIKDNDITESDLDLTFSVSEEVFGQVTERELKQGGSKLP
VTERNKKEYTEKMAKWRLERGVSEQIESLIRGFHEVVEARIVSIFDARELELVIAGTVEIDIADWRKNTEYRSGYHDQHP
VIQWFWTAISKFDNERRLRLLQFVTGTSSIPYEGFSALRGSNGPRKFCIEKWGKTTSLPRAHTCFNRLDLPPYSSCDMLF
EKLVMAVEETSTFGIE*                                                               
>Lgig_143860                                                                    
MPSITIRPADNDHLPTAKTCILRLYIPLYSSKTIYINYTNDLDFLGLCTVMYSFSC*                       
>Lgig_179729                                                                    
MCLGDVGQNISQQHVGYGSMLESWHSESSDMITSIEESEKEMKLDQSRTRLSASQPWYHGVLTEEDFELVDQHRAMFLRQ
LRELSSKKQRILKDRSISEDQKNIMLEELMLPGTADHPLPVRLEDLGLTFQFNPSSKVFGFTSHDLKINGENEEVTLDNL
EEYIDLVTDFCLTSGIRRQMEAFRAGFDVVLPIAKLHAFSASELGTMLCGDQSPSWSKEDILTYTDPKLGYTRESPGFQR
LVNVLVSLSPDQRKSFLQFATGCSSLPPGGLANLHPRLTVVRKVDGNDSSYPSVNTCVHYLKLPEYSSEEILRERLLAAT
KEKGFHLN*                                                                       
>Lgig_181433                                                                    
MAAMPQVKLKCAEHFNSSWVAEDCESILEQETLNQLYERLLINKELVPATQQAIHLRGPVLPDFEKDCHSSEEKEHLLNS
LLSNQLFLAATACSNTPYCQSLRKRLVVLQRIYHSISSKYHEKAGSATENSTTLIGNEEKETKSSAKDAASGNNALIEIG
VKTGLSMLFGLLQQNWQLANEVGRLSFTNNIFQTAIQVISSLPTLSLANETKLSSLGIETLNEVTKFLKLTAMPDSGADL
KGQQLAVELMLAIACHRGSLCYLLEWIDLAMEVSAVSQAEEKKGSEKKQGMIRYSFYNEIIQQMLSSSGSVDCTNGFLPP
QPDKAGMCSLYKASLYLLHMLERLADRYVNSCAGPDENKNSNLDLGMSSVPPVNSTTCDVFVWGSNSSHQLAEGSQEKIH
TPKLASSFTDCQQIEAGQFCTFILMRDGSVSACGKGSYGRLGLGDSNNQAVPKTIHFEPERTIKKISSSKGSDGHTLALT
HRGEVFTWGDGDYGRLGHGNNTTQKTPKLVQALLGKIVKSVSAGYRHSAVVTEDGELYTWGEGDYGRLGHGDSTSRGLPK
LVKDISNVGQVACGNSNTIAVSQDGKTVWSFGSGDNGKLGHGDMNRQYKPKVIEAFNGMCIRKVSCGSQTSLALTSTGQV
YVWGSGSGLGCGLSEFTALTPQLVKDLHNVHIVDIAMGDSHCIALSHDNRIYAWGNNAMGQCGQGHSQSPLTRPRKVFGL
EGVSIQQISAGTSHSVAWTSLPLDRTIVAWHRPFCVDLQESTFKYLQKFLERYCTGFNNSDTPAPFLSDQEHQKFVLLCF
KILTSHLSLALAGGLGGELLGSQTKLLRSLLFKLIDTKTTDAIQEAVSETLSIGASLLLPPLKERMELLHSLLPQGTGWD
ILTTGQRMQVSIILTSLQDNQQISTVLGFTSCLLVTSQQTIPTEPTRELQLAEVLMKTILHNLASHTEKILNEMEKNSDK
DKSLLLTNSAPPMNLGLLLSSLQKHLLAYCHSNNNYCNIVTTTLINHLSLLLPVCKELIQLATSVLKSTPTLLQQLESKS
IVVFDSPVGGMLSHVLHSLLILPPNLTVAILPDVLSLLPALDQLSKSLPHIIDLENKELEISVGKSVLIMIYEEANLKYK
VESWTWLVVIERTCSLVVGNAIGGMLLGPSVTVCETKCNQWLDSHLFSTGLEISLPTLEKTISKLGLYYEEKIEDISLES
LGLKLDSNLTCLLEIVLKLPTQSARYIWANMTEYATYQGKYLDTCEYNEDDEPLLDIVSRFYLATLLKHCNLIKTALEHK
GYQPCKSLTQVYHLVYELRSKLYANKVRVGMEDKQEGELTGRWKLLQDSAPSDTDLAEDYHSEVVSDGRFCLKFFHYSVN
LRSISRYQISVKCENLDEDDINENRRREILPKISYEEMCKSTIKRCIFLLVGIKSPLLSVSDEVPLSPGKTQSTVQHIDN
TGTPGILVYRDEGRLNRRGSLPDISQSVLQVSFNFTIDATYYIKTTNIGTLQKVKETLRRLRWRRDRIEDMGLSHVEPQM
SYSTTQHYTQLQLEIARFVCGDHQPTTSLSDSITNCTVEDISTCLDIQQNRAEQRLYALNQIVELLSTRRDNEEKEDSSS
SNITSTTLLNTCHLQLLAGCFGFLVEFPNTATQNYHYQFGIKSANSQTQQEIQLAVHQIYELLVKSLCDIYNSHQFGMDT
KKHLLLCTVLALSMRYKPVDVSLAVSCGLIPLLYSLSEGSNNLPNTLSPMQGCLSASHLSAILQVSSLRLLQIISVTTGA
YADKLSNNVIQAILELLWKQLQNILQLANPDLVCESVCSNITGNYKKKCIFVEKTLSDHRDLISAQTSVGDFLVFLRRVA
VSTTIQEHMCTSYWIQALLNIVCGTDDDGVPFINNLRARLLSLMLLDNLLPACKEQDSEELRTEVIEKLFDCLYINMWKV
PAAIAKMEARKKKEDLLQKLETLSTSSRETTPTPESSIDSIHMQGAAFDMEKCNSCSVEMDHTLVHGSGGRGYGLGTTAI
KSGCYQWKFLIVKENRGNEGTCVGVSKWPIRDHGHRTTSDMWLYRAYSGNLYHNGEQTLILSSYTQGDYITVLLDMDART
LAFGKNGEEPRVAFEDIECTELYPCVTFYSSNPGEKVKITDMQLRDNPRDLLPGDPHCATSVSVIVESNISLIRNLYNVP
AWSTLIKKKMCGMLDKPVSIYVIENTVKEDKSGKVNDMNQSNDSKPGDGPMVANQHLGLKFKVDDQKLEWLCKQVWPCLC
VIAGVDSGIRIGGKCLHKTSGKQGIVMGMSREGTTTVKVHWDDGTCYSKNIQVMTFVSISSDTPVSNIEPIETPDFEIDK
LTGFTAGHLDSLVKLACMIEEKGMQELPQQQPVQAEDNELNQDISREPTEHPLSEWQALDPQDIVDINSTTSQAEGEKEE
PSSEENKPVEEFQNIPIKPKLKSKLSKEEKENHYLKQMTLQMAAMKSLRVIISSNKFAEMLLVPKSSQSESDATKSLLEG
IKDQKDEEIKHSLQAMMKKIVKRSLVSSPFRRIVSLSELERTFNVLQKLSVSSSSDSSLDINELEGRFIETTSSETPNTA
SAATPSTSNPVSVSFHLFHIITLELCWSHTMIPLQIPTKISLGFMNLLGVDYSDSHTLQQKAVNSADNIICISSADDVGG
ITRRMLRSVHPKNVISLSNTMRRPLRSRSPSPPPPPIIPPLLEMGFNLSQCKQALAATGNGREITVRAINTLATWMIEHP
ITTPPVDPTSQSAPMSLIVEDMENNTTSRIDSPTDPYLLNDDTSDDTEDYDERVRPRLRRPRRLSRSRHIDIRSFFTGKY
ISFIVKCHRREDRPERRHEVGEARPLFDPFDDFDLQEELYSEEGLEDMFTFNPTDRPQPFSILRRDLDVPDPIRCELCGH
ESFNFNRHMRRYHPGCGGSCGSHGYRSDGLYDDGWFGGVCGSGHPFYLLCRECRERYLQPARVSVSDTTNTTSFKPPNTV
PIAPDLLGNSDGMFDDEMMLSLMEDQSHNVLNDNFDKLLPRLGLTDRKNIPDPVRFTENDPLGSRIINTKSPELTSESLG
VVPRLSRMESRGKNLSEQACNLTNSTDRMLALRRTAAGMHVLLARTIVMNVLKLLAQSGSSCSLSEALNDIGLSDIMLIV



QLMSLCASGKMEMSRKNTGNESTEHLDHLTIAIGALVQDNPQALRQLMNFCTEELMLAAMSLNPAVPHAHKPSLFTSRRP
STFTVTQALVSLLAKKGWTSPSTESPVIETKFSPLQLINALSACVISARMSSNYRCWAAQQLVQALSAQGQRVQSDTDTQ
VDLSGDLPPCATTNLEAHQNRLSTCIWNSKKCLLASGGYDGTVRIWNMISKSQLLQQTCVFNRDEGQTAEDLDGIPLNNI
CWNSTGKLLAASSDNMINIWATGGSKGHLEIQSEWVTALAWPQTRGLFEGRLGLPVDCILVGSLDGKVALIDVVDSCSFY
RKELEHCYRYNVSITQIAWYNEDKKFVIGYNDGTLSIASNKDYDQPINTEAHQNSISMLKWDPTGHLLLSTASNDQTVKI
WKEGVEGLDCVAILPHQAPVTYIEWCPLLGHRDDKKLLLASGCEDGSIYLWTTPQPKTSNLTPSTIKTVGFSSPVDASDN
SNLISKPIKTLLGHLTSVSCLTFSPNGLMLVSGCVKGLVNIWSLHDACLCQTYTGNGTIRSLCWFSDRMIAVCSSRSKDL
TIIHFSPENYNRNNRIVSVARKSLKSRGLVGLHQAPCFRGLLQRLPDLLQEQYQHEKPMVFSGDQLMFSQYLQCLVTLVV
GLSLDTALCYTPTPLHHQTGTTGRYNSTVSEWQWLLNYSTAVKSCDALTKRSPFPQSFINLCQNLDFISNNKEEILVSDN
SKWNLIQDGEIMSWAINHPEDWQMGGLSESYLWGYGRHGQMCEGGQSCNKPVKVPSFSCAQQIVCGQNCTFVIQFNGTIM
ACGEGSYGRLGQGNSDDLHTLTAIATLQGFVVTQVATSVGSDGHSLAVTESGEVFSWGDGDYGKLGHGNSDRQKRPRQIE
ALQGEEVIQLSTGYKHSAVVTADGKLFTFGNGDYGRLGHGSTANKKLPERVGELENYQIGYVSCGLNHTLCVSVDGNNVW
AFGDGDYGKLGLGNTTATAVPNKIEALQGVKIQKVACGNQFSVALSRCGSVYTWGLERLIGQANSSNRNPNKPQKVSALN
GHLITDIAVGAEHTLALTVTGEVWAWGSNTDGQLGLGHINSPVKEPVCVPNLEGVHIIQISAGKTHSAAWTARPPPARTP
GSLRPLLSLTLSLPEESPPQYSSLKDINSYYIRGRLALLHQFSDLIYNTWRLLSLPKNQNSLTSFETGAMGIIDGRLRSV
LSPRVYTLPMVRSIGRTMVQGKNCGPHITVKRLSTRGKKCRPVYIQTAQQVVKLKPEELRLPARAWKVKLIGEGADDAGG
VFDDTITEMCLELESGIVPLLLPTPNTKTETGNNRDRFLLNASFKAIEDHEVLYKFLGILFGVAIRTKKPLDLHLAPCVW
KLLAGMTLQVEDIEEVDYLYIQSLRGILNIQENGVNETNFHEFIPIDSFEGQSSSGEMVPVIPGGLKIPLHFNNRKDYVD
RVMQYRLHEMDRQAELIREGMSWIIPVPLLSLLSASALEQLVCGTAEVSINVLRQVVRYRGIEESHILIKWFWETLENFT
NDERIQFLRFISGRTRLPTNPADISQRFQIMTSDRGLNSLPTSQTCFFQLRLPMYSSQEVLAEKLRYAINHCRSIDMDNY
MLTRNTENGMGSDDEVP*                                                              
>Lgig_201597                                                                    
MFGSVDRHKNSFLENTKTAREERAQERIRELSAVKIQCYTRSFLCRRKLQKNARDDLDRLIQLPDQNGEGEGVDYKPKLA
PALEFFKTVRRFLFFYNQADDKYRFEYLCRYLLISVQSDVTKNSYISVAMTKNALLWIQQVKDIAWKCCQCLKILRPENH
HDSNSIMLHLGILVTFTSTTSWKILKTKATEALSQGMIKLCNNIMGHLNTMGLYPILATLLMKGLARFKPSFNKNTLSAI
MTVALRPLIAANFSDNLLSVFLLHILSVPAIVHHISVLSPDTLAILITHRVFKRCLDLMTNEQSTRIIFNSLQGNYALCL
MANLIQLGFSELEGLIENTLNFMCVMIRLLDGCQKYVLSKKSNLTHWHPVLGWFSQATDKSLHEAMHFVVKQLQLLWSDK
MIRILFTDLIEYVEISELKSAPKASPSRNIIKKVIEKASQKNDAPKIKLESSMSTTTCLACNLYRTTLQTLSQLKMDVIG
GLSYNEVLLPNLWRFLCDLGPNCGLKIYLDFLTETPNSTIHPVFSLLTLFCETASHLLTTLDDIEMYETQRFLKVSDYVK
MSEFLNIFVFRVLWTGMIDLQTAASSDVYNSCWTLLMILHERDARRQFAPKNHWLIRDVKPSLFMAELDRGRKSVQFLMQ
KVPHIIPFNDRVILFRKYISKEKDVLGITESVCASPQSTLITVHRSRIVEDGYRQLAQLPSRALKGIIRVKFINEQGLDE
AGIDQDGVFKEFLEETISRVFDPSLSLFKVTSEQKLYPSSTSFIQENHLALFEFVGKMLGKAVYEGIIIEIPFASFFLTQ
MLGHQQSSTYSSLDELPSLDPELAKSLNYIKHYDGDMCDLELTFSCDEDCMGRIETHELVPGGKAISVTNENKIRYVHLM
AHFRMYRQIRDQTNAFIRGFKTVINKDWLHIFSAPEFQKLISGDNTDMDIEDLRRHTQYYGGYHNNHRVINWLWDILDKD
FKDAEKSLFLKFVTSCSKPPLLGFAHLEPPFSIRCVEVSDDQDMGDTVGSVLKGFFNIKKKDAGGRLPTSSTCFNLLKLP
NYSKKSILKEKLRYAIHSHSGFEIS*                                                      
>Lgig_206850                                                                    
MLGDCLTELAKTPDQHAVLILQSAVEAFFIVHAGEKESKTGETSNQKREDQMAHLNLEMAPPSPGISDSQLLSRENSVAS
VSSLNHLPPDTQKFLRFAETHRTVLNQILRQSTTPLAEGPFSVLVDHTRILDFDVKRRYFRQELEQHDEGLRREDLPVHV
RREHVFEDSFRELFRRSPEEWKQRFYIVFEGEEGQDAGGLLREWYLIISREIFNPNYALFRTSPGDRVTYTINPSSHCNS
NHLSYFKFVGRIIAKAVYDNKLLECYXTRSFYKHLLGLQVKYNDMESEDYSFYSGLVFLLENTVDKLGYELSFSTEIQEF
GVTESRDLKPNGRNIPVTEENKREYVKLVCQMRMTADIRKQLNAFLEGFYDIIPKKLVSIFTEQEIELLISGLPTIDIDD
LKANSEYHKYQATSLQIQWFWRALRSFDQAERANFLQFVTGTSKVPLQGFAYLEGMNGIQKFQIHRDDRSTDRLPTAHTC
FNQLDLPAYETYDKLRHQLLLAVSECSEGFGLA*                                              
>Lgig_215855                                                                    
MLLGPNLSWIQNHSLPTSKTTIFDFFTGRYPAPQSCTVEWNWEEPIVVGKTVSFNIKFFQKNGKEYPVSTCDNVLVEIMH
QGIKVGHNMEFGFKEPDLSNMAKVSFTVHKSGTYTISVMIGARHIKGSPFNKVFEPGPIDAGKTGFMNYSSTVVCTAGTS
HPLTIETRDSFGNLATYKTDQSNYFKIRVREAGTNIRYIPTTQIIYDPTGKRLTMHIKMDRQGCYQATVSYGDTKLKNGD
FNILVLSPDEMVHVSKNLIKKTHSIYYEARLISYNHEKLDKPKKVYVYISPKQLTLKEFYLKIIGKKLYTFRVCPSTKFY
FNGYNNHYEAPTFTIDDGSQPPIVIAAKDRNVIAATFTSFLLKNIGGSETFLDKQTFFHHEVRQIHSRKAHSCLPIKIDR
SKLLLSSYKATKNFELSDWCKRFEITFVGEEGLDWGGVRREWMELLCTELFDPNGCGLFRRFEDSSQGLVHPNPKRPMKL
KLKYYEFAGKLVGKCLYESCLGRSYRQLVKARFSRSFLAQLIGLRVNYKYFESDDPELYKTKIKFIEDNDINDMDLTFSE
DEYINGQLTKIIEYIPNGSRTAVNNRNKLRYLDVLAQYRLASNVKDELEAFLKGLNELIPDNLLSIFDENELELLMCGTD
NYSIADFKIHHTVSGTSPQFSKMLDWFWTIVAGFTDEQMARLLQFITGCSQLPVGGFSELLPKIQLSSTPMFNVLPTAHT
CFNQLCIPFYDSIDQFHHSLLLAINEGSQGFGMA*                                             
>Lgig_218809                                                                    
MKSLVCSCCDGYCSPTNPCNCQSCEKLDEQDRLLLLWENQQPKPSAPQIDSWTWGQQPDTASLKKCLSSLLHEHKQLCLY
TASTTFSSTRLHQRLAVLERYFTALCRQNPHEKRSPAKKRPENNQPTNGSTVKPAEKATTGLARVGSRAALSFAFAFLRR
AWRSGEDADLCSDLLQEALEALRSLPEATMFEEGSVSIVWQEVVERATKFLHGVVAGDLNGGDNARSSSKIPVQDQQIAL
ALLLELAIQRGCLSHILSTVLLLLNLWNNSHHDFDNRISSSLNSAPLIPLLRRFENIHNPKLRSFGNYHLSPTECFLRVL
TYPSDEDKPVDLRQSAVVIMSHLDRIAAPYFPPTSYKTSAAQEVIGCGLLGWNRNSDSHTSHSLDFFNDTGGLQQIACSE
RCLLALTRTGRVYIMYYSSETQSPQLVSGFGEKEVIKISAHPEGKHYLALTSEGDVYSWGNGDGGRLGHGDNITREEPTV



VASLSGKHITNIICGSTYSTAITATGELYTWGRGNYGRLGHGSSEDQSTPSIVTALKGHRIIDVACGSGDAHTLALAETG
AVYSWGDGDYGKLGRGGSDGCKTPKLIDFFMGLEVVRVFCGAQFSMALTKYGALFSWGKGDNYRLGHGSEEHIRLPKLIN
GLFGTKIVDVAVGSMHCTAVTEDGDVYCWGKNENHQLSDTGVNYVMEPTIIAGVEGKNIVGTACGPSQTFVWSSIGQWSV
SNRIPFVVDVNKTTFEHLNELLCEVCDGIDSNSNCDRPPQHKECIAVSALNLLNLQLRATVSQNESKESLGLEAGSRLVN
SIKQRVVCLASNSGVLDTVQRAAQSALQSGWSILLPTPEERARALSSLLATGNLTIMSSGQRFMTDLLVSSLMADGGLES
ALSAAIKKEIQEIESKKEKESEEESDDKIDECSTSGGEKSGSETMDKSPTNEKTDLTRATIPLLQLIHQLLRNSSTHSLS
RLQEIARNAGAKSSDSEQKETTPSLDLLLQFQRLLISKIFIKETNSLEMHGAATLLRKYCSLLCNHVGDILPAAASIAGQ
SPHYFSLVSKIIVTDVTGVLLPEMVTCMVLLQLRSPDIIITSRAVPVLEEILDILDKFNRLAPGLDKDDLDDLAWPGVNS
KLMINVRNNSSKIHPIDIENEIKDGGHWVIIHGKVYDVQDFKTDAPCGREILNEYIGRDASAAFDTYNHSDNALDQMEEY
YVGDYQPPKDVNRANENVVSSPLFDTERTLATLLGLHASEQARSTALSSEEIESRHWLQAEFFSGGLQLLQPQNSYDEEK
GESRTPSSCTTTPVDKERLNEGTLQTDVSRPFLQALVEGKINDPLVKGFLALTDRYCKENHLVLPIIEHPVEDVGRLLMA
VLLKHHDLGHVVLGLLEHGQGEPGSKQVLPKSIAEICRQIHHTKKTLIKAHQDQNRSYKEVCASVIERCHFLFNELRPAV
GDEVSACTRSKLLKTMPRWREVIIKLVEEKKKAKGITDDEGSKDISTVKEDASLDDKSAIVSEDDIIIETEDDDSETKED
PWEHVVSAVMSSRKLRWLRQRLTGSRTEMPLVNKIVEFVLYEHPIDIDKLRRSLHFQVARAELRLKGIQNMLSLVHKEYL
IPSVRYSMMNGWNGLLTVGRKYHVPLPHCLNDVKLIPPCDRILLEMTFADLYRWCIHELRHCVIKADQYFKSLNSFPVPP
IDNSKESMSLGGLPCARFILSTLNMLSTEHQSSSLSLLLNSGTLALTQSILRLAGPDPDVMVPDNNTVVCTIPEEQRSRK
QNQPVPLTGTELASMMKIGVRVMRGVDWKWGDQDGPPPGLGRVIGELGEDGWIRVQWDTGSTNSYRMGKERKYDLKLAEP
PELPDNDEEEDEDSESAESKHPTSLVRRSTISLLRILSVCAGVYADKAQKEAISAMCGLMRTLVDHGYVNSTAIQIASEQ
HYSWCSLGFVRSIATSSPVCKALSSHHWITLLMKILEEEQTIKKTKNIYRQILTLRLLRTILPAWDRGMDTERVTSIVRR
LFRLLGVVLTSCSADPTLVTEVESPHRTRKSLHIPVSVTASYTSTIAEEIVTLLRTLHIQELWNPHINRFISEQFSHITD
LLPDKYRPPQVILAVLAMIGGVDNRPRLGGLVSHDTYGTGTISKITPKGKIHIQFNADGLQMCRLSEITVVPVIEFHVEK
LPLTEEMIFSWSRLVSLASTCSIIERDTDIPRAPLATSTGTIVSYNRDVNKLQLKLGLLKAGRVLFHRQSILRRILLQQT
AIPSNETVAIEQPAPSGDEEGQLETPSVNNLLQQILMAATQPSPLKAMFTREEMEAAALSVTQYLTAEMGLVSDSELDTS
SEEEQIRDLSSSLISPPNLPSFNSLPPSQSSARPSKQKKKVKPPAPAASPIVTQMVEMGFTRKHVDVAVKALNESGSLFP
EGETPTAESLVGWLLEHQDTAPPDDTDTESLSSVDGYTDTDSMSEDFEEYDSFEHAMSERGASGGTQPYKKRNDFMSSDE
YAKYVQDHIEENMMIRCCKTYEEVHEGDIGKVIKLDRDGLHDLNIQADWQRKSGTYWVRYIHVEMLGFSNPSESLSSIKL
GDKVRVKPSVSTPTYKWGSVGHGSIGTVTAINPNGRDITVDFPQQAHWTGVIDEMEPVPSTHHRVVCQGCEFSPLTGARY
KCKVCENYDLCENCFKNIKTHRHPFIKITEPGSDPLFVGKPGKTSKQSSSLLQGYLVDNWRMCVKNITVSSRENQAERLI
DSNTGYWQSIGSQGKHWIRLEIQPDIVINRLYMRVDPDDSSYMPSLVVISGGDSTHNLKELRTVHISSTESLVTLLQDMS
DYHHIIEIAIRQCRSSGIDCKIHGLWIVGRLKSDDEEAAANFSFLASDKEEEEERGGVTGRKKSKVLVSSNKDIQTHVFV
WGLNDKDQLGGPKGSKIKLPGINDTLSSLKCIQISGGSKSLFCVTQDGKVYACGEATNGRLGLGTNNGNVSVPRPLNCLS
QYVVKKVAVHSGGRHAMALTVDGKVFSWGEGDDGKLGHSSRMTCDTPRLIEALKSKRVRDISCGSSHSAAIISNGDLYTW
GLGDYGRLGHGDNTTQLKPKQVKALSGQRVIQVACGSRDAQTLALTDDGNVYSWGDGDFGKLGRGGSDGCNVPHVIDRLT
GMGVCQIECGAQFSLALTKSGQVWTWGKGDYFRLGHGTDAHVRKPQLVEGLKGKKIVHVSVGALHCLAVTEAGQVYAWGD
NDHGQQGNSTTTVNRKAALVHGLEGYKITRVACGSSHSVAWATTDLSAPTSHEPVLFSTSKDPLGSSLVGTIDETAIPSP
QSNQNKNGRPSLSKIILSLESDQEKQKALTHVLTALQIIFARDAVVGALKLETQTVGDTKLNPSMLVSFNGQSESSTLAL
VKSDVIDHSDMGVSMVDSLDTVSWGLYWLIVILKGQVPQIELPAFPSMHSLAAKVSPATSIIVETFTSTEEVTRPADNQL
ASYPPCLDEFTSKITTEDARVLVDLLKLAVATRVGEKGKETLSEQLNSLGKSTAMVAEMLLELCVTELEDVATDTESGRQ
AAQPVVQESPHPYTDDTSLTGHVKIPGAESLRVEFDRRCSTERRHDPLSIQDGTGRTVAIRSGREWSDWSQELRIQGQEL
RWKFTSDGSVNGWGWLLTVYPVMPAAAPLDLLSDRTILSRPSINLVTCLLDLKLDLPMDRNIVPRLAAALAACAQLSSLG
ANQRMWALRKLRKLMACNMASVLNIQMLMASPPESPDQDALSGTALASLVKGLPEALQRQFDYEDPLVRSGKHLMHSPFF
KVLVALACDLHLDTLQCCAEAHKWVWFRRYCMAARVANAIVNRLPLPQVFCDEVLKKIQDIAAEGEEESHEHKDQMVFKL
GQDEQLLQWLNRRPQDWTLSWGGSGQIWVWGHNHRGQLGGVEGAKVKLPISCESLASLRPIQLIGGEQTLFAVTADGKVY
ATGYGAGGRLGIGGNDSISTPTLLESIQHVFIKKVAVNSGGKHCLALSAEGEVYSWGEGEDGKLGHGNRSPCDRPRVIES
LRGKEVVDIAAGGAHSACITSNGELYSWGKGRYGRLGHGESEDQARPKLVEALKGYRVTDVACGSGDAQTLCITDDDSVW
SWGDGDYGKLGRGGSDGCKIPVKIESLQDWGVIKVGCGSQFSVALSKTGAVYTWGKGDYHRLGHGSDDHVRRPRRVNALQ
GKKVIDISCGSLHCVACTDQGEVFTWGDNDEGQLGDGTTNAIQRPRLVAALQGKKINRVACGSAHSLAWSTHKPVSAGKL
PTDIPMEYNHLKSISIITLRNRLVLLHHFSDLFCPSISMFDLQDTAPGEEANDNGNGFDTLRGVLVSSAKETAFRKVVQA
TMVRDKQHGPVVELNRLQVKRSKNKGGFAGPDGIKSVFGQMAQKMSVFGPESLMLPHRVWKVKFVGESVDDCGGGYSESI
AEICDELQNGCLPLLIVTPNGRDESGFNRDCFILNPLLSSQLHQNMFRFLGILIGIAIRSGSPLSLNIAESVWKQLASMP
LNISDLTELDKDFLPGLICIKGMDDESLKAADMPFSIPSASSQEVHLSSKYSRITPENKSEYIKLAMNYRLHEFDDQIKW
VREGMSKVVPVPLLSLFTGFELETMVCGSPDIPLTLLKAVATYKGIESTSSLIQWFWETMEDFTNNERSLFLRFVWGRTR
LPRTIADFRGRDFVLQVLDKYNPPDHFLPESYTCFFLLKMPRYSCKSVLREKLKYAIHFCKSIDTDDYARVALTGETMDE
DTPDGNEDTDDMECMDSEGEIVDSDTS*                                                    
>Lgig_218813                                                                    
MNSKENNSAEGGDRAARDPAPSETEVSPVNEGEGMKRAAAKQLIERYYYQLTNGCGDPNCRNAYCSSCPEFCFRHADRNS
LALRAIDLFRSKVKLCDDHSNKVRRPSQDSDDFEETSIKGERPSTSSTLDAENYVTNIVSAFIPSVSKVTYLTEEKVYSI
IDDCKAQDDWSKLIHTIGSVFNSPDSLILSFRKDAIYKKKSPVVSPSESKTRCSDISEKSSMDCLKSESGRDLSVKNKKP
SNILDSVTLDIDALRRTFSRLMDIPGHPFQSALINALRSLSKAVEMDIKYHNALKRDPNYINVFLIVFEIPLLHSPEFIE
NAFPVFCRALGHLSIHGQTLLAKVLSQYPVDRLSEMLQALQQLIIVKVITGEGQWGQHCQLNDDDGIVGATKVMKIIYYA
SIYGGKCDSPDQIEKEKRLESLEGEESNEFLQGAVGLEKEPYTVKEDPLGKELSVRASDCRKPLIPFDEFVNDPLNDHID
ISTDYAYYRAESDLKFSFVTHNFILTTASKHTSMYFDNRIRMLNERRTSFLQTIIHGAPPMPYLKLNVRRTHVVEDALIS



LEMFAMQNPGDLKKQLFVEFDGEQGLDEGGVSKEFFQLVVERLFNPDIGMFTHNEDCNLYWFNPTSFENDGQFTLIGILL
GLAIYNSCILDIHFPMVVYRKLMGKIGTMDDLYEFDSSLASGLQQVLDYPDDDLEDIFMLNFHVSYHDVFGNNLTTDLKP
DGSTIAVTSKNKQEYVDLYIDFILNKSVERQFKAFKRGFTMVTNESPLRMLFRPDEIELLVCGSKVLDFHALEEATEYDN
GFTAQSKTIRNFWEVVHEFPESEKRKLLQFTTGTDRVPVGGLSKLKLTIAKNGPDSDRLPTSHTCFNVLLLPDYNTKDKL
EERLLKAIMYSKGFGML*                                                              
>Lgig_223779                                                                    
MAKILCWGKADSGQLGIGGSDENQCLPIPVTSLPESTIVDISCSDLHTLVAVENGQLYSCGNNDFGQLGHSGQFSRLEHV
EKIKSQKVIKVAVGQSHSLVLTAANEVFTWGNNKHGQLGRDGINEEVTKIPKLVKTLAVYSVIQISCGSNHCLVLTSEGL
VASWGANNFGQLGCNQTISHRSQPEFINCLKGIPIAQITTGGNHSFVLSKSGAVFGWGRNSFGQLGVNDERDRPFPTLCK
SLRYQRIKYLACGEDHTAALTQNGGVFTFGAGSYGQLGHSSVQNEVLPRQVTELMGSDVTQIACGRRHTLAYVTASGRLY
AFGLGGTGQLGNGTTSNKTSPCRVSGPFLPPIKNNSMSVDVVDKDSVIIKTIVAGGDSSFIISLDTKVNKQPDDFRIHSS
SNQILSLTPSVIQTICQLQSADSPSVELSEEVIKIFSNASCLNCSFLLSDDKHYGSNSKNHGLDLDKAKESFTRLSEATN
VYMIQKICNSLEEMIRCLPSSPPDIEALRLYLLLPLCHVFDEPKYYGDLIVPFGHSIISLDKAASKVIDIWWSSFTPASF
NRIVYVKWTNYTLSSVLHFYNVGYFRLMNRMDKLYLITSFTFLYNVNEQNGQIIPYHQFYISILKNKVNVKVDYVSWVQR
SYHKSQELHYCNYPFLFDAAAKSMLLHTDAMMQMQSAIDEVTRFNFNTLLNRMPIDPINPCLVLYVTRENIVHETLQQLS
KHTSADLKKPLKVVFIGEEAVDEGGVRKEFFMLLLREVMDTKYGMFKFYEESGLKWFSPQTFEENDMFHLIGILCGLAIY
NFTIINLPFPLALYKKLLKRPVTIEDLNELSPLVARNLQSILDFDGNVEETFGLTFEVSQELFGESSSVELCPGGSKKMV
NKENRKEYVDTYIDYVFNTSVENQYGAFSSGFLKVCGSRVLELFHPLELQAMVIGNENYDFGELEKNTEYKNEYHRYHPT
IQYFWEVFYDLSLEDKKKFLKFLTGSDRISIFGMESIKMVIQSTNGGDTYLPVAHTCFNLLDLPKYTSKQKLEEKLILAI
QHTEGFGIV*                                                                      
>Lgig_228255                                                                    
MELGAANQTILLLQTGITMSSQGNENQPLWFSVTEETLFLHDGLLRVTDLVEPPKNVSSNCDLDSDILSCGFDTTDTHDV
PEKLLAVCGTQNSAYKRLLEYRLNALRGFWTACRENCQDLTPSRELSQLSLQEETLSLFKKETEQASFSTRISLLLLLPL
LQSQSRIDPKLCGVTAELLLSCLKECKPFSLVKEPGDCLRGLESLLCDWLGEDSKENQISLEEKTQREKAASALVALACA
RGHVDTFVHAADLLQQLPDLLSLNVGGILYGLLDTRGNGGTSGQPATLLGNKHAVSWGFEDMLNIVSEKPAETEEKDKEK
AESEIGRSITTDGKYLYTSNTAGKGIAKIGTGLHGTLRGYVYHRNVKIGPGRLAYGDGKLLYRPAVFDHEDQSDILALHV
NTTTLEKIKPVMKPEKCSIGKPCVTIGFISDGMYFCLIWSQVNINDKSAKGINVYTETYSVKDNSLNVTVIKPAVILQRK
DEVNPKSITEAIFSRPRPFRTSNSTATLVALTGGDLLTTRKEEALATSFQKVDKKSALGLVSYKTASNSSLTNTTTLSTT
CGIPLKTLIKTPVFCDGNSIVFLTSLNIQGTPNASASRPFFGAGGSLSGLRCSLLASNLCFNIDDGQFNTRVDLMDAPSC
SLARGTAVNSLGTCFDVCNNSIWVCSSDYIDQFYNPSNQATHHINQRLCIPINHQPASGEVIPIKTVVETLLQHAGGMCV
HKLNSDPYTASLIQPTPVDIAQLKRITDILTRAMEDRHLTIIISSLVVLQLIFKTSKFVLEREGEAELMNKTRSLLWKLV
TSKSVEMNDVCIRLEACRAISIGLMALYSDKNERHKLLYQLMTEGGESCGLVILRDLILTNFARQLKSQNLESQKTDHLR
LADELVHYILKRAVKESLDILKRPIKLNQPIEESVSDVPVASPCVMYIMCLQSYLLRQTVFYDKKEEKDNKQEINLQDMI
AGVVNLASKIFGGLSEVLETFVEVCNSVIETSAIEDIDNKLQIMERLAKGTILGHLLPVLLTTLTHSSLQQLSLANSLMP
HLTRLVLLSTQASMLMRSPKKCILNEDDNIDPDRDMLNLIGQSVHTQRGESEKEDDGECFLADLKIPAPWASGKSVETIH
PVRDNYKMKETIHIPGARCLYIRFDPKCSSQYDYDKLILYAGPNTNSKKIAEYGGNTFGFGSRSVLGSGWPKDLVKVEGD
TVTFSFEMRSGREHNTPDKAMWGFSATVHAQELVEEVGSGLPFLADLALGLSVLSCMLLQIMFDGPEKTPDEIGCQHLFK
SKILQRCVWQSEAEITKSTEKSKKKPGCKTTFSPVLPRIKLPTDLMDGLRKLSKRQIPRVRPSIKEIIQPLILEEMIMSA
VVKHLSLMDALRSLADIQKHETEEFWLLSSVVDEVFRRCDALIRQLQTLADLEQRWFNEVEEQRQEKNPAFTPYFQDYHL
QELKHKELTMLCFLKEVVLDTEEPERAVKSLREKFTSDVEYNEKENIKSMYKTKQIVDGILSRLDLLLHVNISFISNPTT
LTRTVSNYTNNTREGITSLARLSHILYYVCVTGIMARSDTDMLRPGSVLGRSMSAPSGVEDDTFLEVMRLQRRRQLNKRD
VGSILQDLVDEDGRDMPPHVALVDQLFSFIGSAPETSVSCESFLKAAKVRWKRGQSRKQSLILMKELLTSASRVPGSSYL
LSNITSVLRHGPKVEELTCGGLVNVVQDAYAETVTSVVQLASKHPIAGCNSVVLLCTVPYTRAEEKCLVRSGLVHLLDKL
CGLANRNTDIQTADNQTIHQKVSLLAWAGFRVLASRCVTWETEEGVLEDDLDHSGLACQVSMLLTHYLTRVTENTGNEAA
GTEALQEVLGLLNSLSRSRMGKAILTQPACVSKLLSLLLDQRPSPKLVLIILQLCGVALPMMSPTDCGNVELPAWGQHVS
TSHWSNSQPVDDPPAKIVSLLLAKLGDFLVPGDQVLLSSRSPSQDVSSNSHNTSSNNKDTQEESDVQGGRITIYLHKKED
QTAHEVIQLLLSADSRSFRGGLGASMERVARMDRELTKSGKTEVITEEAMTALRKAYKWAQIGLVMSTSPPTDVSQTDVT
DGKKKTASDVICKEKNVDLAKTDPVRAFISGHVANSMAAEVISLLHSLLTAPLTSAAQTWSEAVQKVLMNSVSCLPLLMT
SIDGLGSPRCHTRQLMTMSKLANAALCALGGFRELIKPGCQVEVIGEGIEGSTGNVVTLSDQTDIAIVHLDNEKSDNPAP
RFGDLIEIPVSRLQPLRNKTFLKHQHEMSETVLSAVQALLDTQDSDQSYLQASLPVIGDGNSLSNQTCRVIAEIKTRACM
VLAQYLQNLDFAREFSERCGSSINIMKSIAKECSKGSRKPVIESHVERLRMLYSDCAKPPPPPCKNNTKPVKEMVWNASC
NFPPARACLFSSGLTAVTFLGDPSASSGLPRGTMIYANQPMPTQAPSFYWEIKISSLGDSQDDSGVMVSFGFAPAAEKKD
GAWTNPIGSCLLLNNGKAVHYNGASLLQWRSVRMDITLGVGDVAGIGWERSGSLNDTPKGRVFFTFNGHKLPNTIDDVSG
GMFPVIHIQKKNCRVQANFGAQPFAYAEGQEHRDAAEAASDLTREIRESFCHLPFHPNSDTEEEGMTNTSSGVSLDAEEL
LTQEGVSVKTATIPPPINDYSTDTCLQYKVVDSYSNLLHTGPIGTSSQVVQDDQSDEEPMDMPVEDHYALLVKAWEQKVF
PIIRRRFRNEAERKDGLEQIRGALQLGMTDIARQTVEFLYEENGGIPRDLHLPTIDDIKEDLAKFTIERVKKGTTVIIRP
HLSLSTALPKFAVRSMLKTFGATGTVLEIDAPNELVQVETYLRSEGVLVRFWYPIQSLEKPPQSLRKASISGGQTLDTSN
THIHGELISRENNLMKHYLRTAFLYLIDHCNSPGMEITDDNSPQESCAAVLQQLDIENIQLLASELLAPPTSTGIIQTPC
GLTGVSDKSMEIMSCSLANVVFSNGKRLQRELAIAISRAANQGEDYLLELTNQICSCLPNAPEMFPCMEFPVKNITVNRD
VEFPGAACLVVSCKTDPKAAKKDSSPYKSPWARISTYTGRRVKKTGEPVRQIAVSYPADVTSSSNQDDQYGPAIIPGDRV
NVRAGVAPPPGIILTIHALPLQFLTAVAYLETLLTENFGCGMKGCELHRGEFPPEKNLLKMEQQPSLWSLDNITITPAIF
GVVIEQVCSYIWRTDIPSLIKEFVFHLLAQAFRILDFSAGGQGNGLNHVNRRFSPLQGLLTNLPIELKKLFDDEVKDWPI



KPTLCGLGTGIGVADAGRFSTYFHALMEVNLAIAEVNVSNSEKSEGASAPEVSLSPPSSGAIAKKKKLKTKRERERSSTS
LRKSSSSVSPRVSESDSSTATESNAASSSLSVASTSTDSLSTSPSSKLSSVSSLKSEDSSWLDRAHNINSLLRGLAFSEE
NNDRVWSEAVSEAYKMLMIPSAFSRLLILTGIPDHVPIDKIKQAVYKVCSVHGGLDKDGLFLPKFDAPVPDKPDEGPSKP
PPPCSKGFAVLSLPAKAKVEAVKKALYKCKPIVIGLNSDDEGMIDIPDEVLSISTVNSTLLAENESGNVALDSYLSSRLY
CDALIQLQEGAVRALTDIFHSCYFVAQQTGIIDSRSGVITLEKEHILKNTHDNMLYIFLNSLRPAKKPLAELVTHILLQY
GTVRTPDKESQSPTVQNGKGRPAKKSPRASKEKVVLGFEKTPIKLKVKGKDLPEKSTKEAATSKESLSKESTSSKDLPSA
SKETKLSKPVGSKGEGKSLTLDGFLQYIIETGHQDIRGVWRALLTSGFDFSFNRCCCSDINQAQQFSKQWSIETDTSLVN
YVNQLTRQLAVGSSRLHPHEIILSDADLAGDKFVRLQGIPLESIRLRFAILQNLNRSLETFFLPLIELRSNITFSRSTAK
AISKIRNLIFYDMKNNLVNRILNATALRKPDQAAPEITLDPLETIGGEKKTSFSSVYCQAYRQLSNIPSSRLCVRLASGG
DPTYAFNVRLTGEEVHGNSGSFRHFLGQIAKEIQSSSLSFLVPCPSSSSGINRGKCFLKPGQMTYSEEKLLQFFGQILGV
TMRADIPLELDIVTSFWKCLTSTMIDPISDIQEADILTYNYIKKIEMVETEGELQALCSDVYPRFVYSSLLGEDVELIPD
GHNIPVSWNNRQSYIEAICKLRLRELFNMNRMECVKIGLASIIPIQLLNLYTSADLEIRMCGLPSVNLQFLKMHTMYQIG
LTETDSHIEYFWETLENFTEEELAKFIKFACNQERIPQTCPCQDGGSESAHVPPYPMKIAPPDGSGPADKRYIRVETCMF
MIKLPQYSSQEIMAERLRYAINCREDPLSG*                                                 
>Nvec_XP_001641446                                                              
MKETARSLQRNRLEIQFAGEEGLDYGGPAREFFFLISRQIFNPYYGLFEYSANDTYTVQVSPVSLYVDNSHEWFRFCGRI
VGLVIIHQHLLDAFFTRTFYKALLRSLCDLSDVEALDALFHQSMTWVIENDIEDVLDLTFSVSEEIFGQVTERELIPGGK
DIAVTEQNKGDYVAEMVKWRVERGVSEQMESIVRGFNEVIDPALVNIFDARELELVISGTADIDIKDWRRNTEYRSGYHD
NHKVVKWFWKAVSSFDNEQRLRLLQFVTGTSSIPYEGFAALRGSTGPRKFSIERWGDYTKLPRAHTCFNRLDMPIYRSYD
ELLEKLTYAVEETGSFAMQ                                                             
>Nvec_XP_001641391                                                              
MSINVRQFPRRRGSPATANGPASSNGPVPGATPQRANNGDVHRRERSRDSHPRPSSTAGVSSPASGAQTSGSSTRNASTA
VTASAGNNSPLAPPSRPPPPSARPLTGNEEPLPPGWEQRVDPHGRIYYVDHNSRTTAWERPQPLPHGWERRTDSRGRTYY
VDHNTRTTTWQRPTAETIRTFENWQNQNRAMLGAERQQFQQRFLLPNQQDAERDNGPLGPLPAGWEKRVETNGRVYFVNH
NTRTTQWEDPRTQTTASADKPLPQGWEMRYTNEGIPYFVDHNTRTTTFTDPRGNGAPGVKGAAPAFERSFRWKVGQFRHL
CQANTLPSHIKITVSRTNLFEESFQQVMRYQPHDLRRRLYITFKGEEGLDYGGVAREWFFLLSHEVLNPMYCLFEYANKN
NYSLQINAASSVNPDHLMYFKFIGRFIAMALYHGKFIDRGFTLPFYKRMLNKKLLMKDLETIDPEFYNSLVWVKENNIEE
CGLEMFFTVDMELLGKVTSHDLKPGGTDIAVIEENKEEYISLMTEWRLNRGIEEQTRAFLEGMHEVLPLYWIQYFDEREL
ELMLCGMQEIDVEDWQQNTVYRHYTRNSKQVMWFWQQAVKAYDNEKRIRLLQFVTGTCRLPVGGFTELMGSNGPQKFCIE
KVGKETWLPRSHTWWVHIT                                                             
>Nvec_XP_001641390                                                              
QANTLPSHIKITVSRTNLFEESFQQVMRYQPHDLRRRLYITFKGEEGLDYGGVAREWFFLLSHEVLNPMYCLFEYANKNN
YSLQINAASSVNPDHLMYFKFIGRFIAMALYHGKFIDRGFTLPFYKRMLNKKLLMKDLETIDPEFYNSLVWVKENNIEEC
GLEMFFTVDMELLGKVTSHDLKPGGTDIAVTEENKEEYISLMTEWRLNRGIEEQTRAFLEGMHEVLPLYWIQYFDERELE
LMLCGMQEIDVEDWQQNTVYRHYTRNSKQVMWFWQAVKAYDNEKRIRLLQFVTGTCRLPVGGFTELMGDNGPQKFCIEKV
GKETWLPRSHTCFNRLDLPPYKSYEQLVEKLTFAIEETEGFAQE                                    
>Nvec_XP_001639462                                                              
MEANDPKVWYVSVALSQDLILLWIQQVKRLLWLCCHFMRKLKPHIVNDAKEISIYLNMLVIFTDCSRWKILTVKGGEALR
PSLQQLCSNILGHLNAKGFYPVLKDLLMNGLARFEPALKAASFTAVITLSLRSLVIAQFSENLCSLFILNVLSVPGLVLH
LSNIAPEAVKFLQTHNVYRRVLAFLRQDQSSRIIYNSLECSYALCLLESITSFWWTVLIIRVKNTTVWVAVVTRLLLYCH
SYVSKQQSNLTHWHPILGWFKQKSEPRLNDCIPHVTRQLGVLWHRQTVQLLFADLQTVTELDTSAQAQSDKGEHEACLWR
DVLFGFHLSKLRFWFNSLKLGGNKSSSRVSQSQVELVSNVCVMYQTMIITFSQIRLDVLTGLSYQEEFLVRLWRFFQLIG
NDGGPKLVLSSITRGALNCSHSLQATLTLFCDCCSHLLPIVDDGEMYEQQKPFRLDDLVNMSAFLNQLVFKMYWCEVTDE
SKPQGCSGEALLTAAHTFLMILYDRDCRRAFAPPNHWLIKDIRIGSFVSELEVGKQRALLVLRKIPHVIPHKERVRLFRD
FVAKDKESLGIARPSDDFMPQGTLITAHRNRLLEDGYDQLSVLPAHILKGLIRVRFINEQGLPEAGIDQDGVFKEFLEET
IKHAFDPAFNLFKVTTGEEQRLYPSPTSFIHDNHLLLYEFVGKMLGKAVYEGIVVEVPFAFFFLNHVLGNQHSNLYSSID
ELPSLDQELYKSLTFIKHYDGDIRDLDLTFSFDEDVLGKVVTHQLKPGGTAIVVSDENKISYVHLMAHYRMCIQIREQTR
AFIRGFKSIVHNDWLRMFSAPELQRLISGDNTALDLSDLRVHTRYYGGYHGGHRVVVWLWEILDKEFNDQEKSLFLKFVT
SCSKPPLLGFEHLEPPFSIRCVECPDDEDDGDTVGSVLRGFLNIRRRNARETVSRLPTASTCFNLLKLPNYRKKSTLRDK
LRYAIQCNAGFELS                                                                  
>Nvec_XP_001638134                                                              
MPMASPKIYGLRSPQELQNRSQSASRDPGLKILRVKVVAGIDLAKKDIFGLSDPYCKIRLFRGDRTAGEIDSITTETIKK
TLTPKWNEEFLFRVNPIDNRLLFEVFDENRLTRDDFLGEVEIPSLGSYPTERRNVRILDKDYRLRKRSERSRVKGHLRLR
LSFLPEEPPQQTTTGGKYHSIQFSSSPTNSTDSAHRHSVEKQPPPLPEGWEERQDANGRTFYIDHTTRTTTWVRPSRHDT
DAHADTLQSRMQTHMQSRMQTRTQARYRHARRHATDTHVDAHADTHADTHAVTHAGTLQTRTQARYRHAYAHADTHVDTI
QTRMQTHMQTCYRHACRHATNKHADTHADAHADTLQTHMQTRFKHACRRTCGHSTDTHVDAHADTHADTCRYAGRHVTDT
QADTHADTQADTHADTHADTLQTRMQTRYRHACRHAADTHTLQTRMTDAHADTLQSRMQTHMQSRMQTRTQARYRHARRH
ATDTHVDAHADTHADTHAETTQNALMDPLPPGWAVQRAPNGRLFFIDHNSRTTTWHDPRLTHLSQSPPSALPPSAPPAQD
LGPLPDGWEERIHSDGRVFYIDHETRSTQWEDPRLQLNTTSQAVPYSRDYKRKCDYFRSKLKRPSNVPNKYEIHIRRRNL
MEDSYRAVQLSIVKPEILKSRLWIVFDGETGLDYGGLQREWFYLLSKEVFNPYYGLFEYSASDNYTLQINPNSGLCNEEH
LSYFKFIGRVAGMAVYHGKLLDAFFIRPFYKMMLGRPITLIDMESVDSEYYNSLNWILENDPEDLDLHFCVDEELFGILS
VKDLKPNGSQTNVTNENKREYINLVIKWRFVSRVEDQMRAFMEGFCDLIPHNLIQIFDERELELLMCGLGEIDTVDWRKN



SNYRGEYHDKHIVIQWFWKAVNSFDIETRARLLQFVTGTSRVPMNGFSELYGSNGPQRFTIEPWGTPHSLPRAHTCFNRL
DLPRYRSYYELRERLRIAIENTQGFEGVD                                                   
>Nvec_XP_001637646                                                              
MSALGPRIDILRALLAQMAASCVAWYDDSNSFAVGYTDGAVCLAFKDPSEPVKMIPAHQTMIIGLKFNATGVALISSAVN
EPVKVWYEVEDGVILRHVFEMPTCSSISCFALHWDPSHEEAAGKLALGGTDGTTCVYRVPRPLDRDTLKKLMTNLRRSDT
ESPIPTLPETSQPISKPCSIRDTNKTPDNKKGSGSAPKEKENWSRVYHFADILEAAWKTGTQDQPVLQGSVCLFESVGHG
GVVVAMAFDKSGMFVASGCDQGVLNIWSVQDGVVGHTYKQDGAVLSVVWTGDQGVTAACRGSKTPVLFHFNEEWYKKHRV
LAWARERLRVQGITGLSESTCFRALLERLPTIMLDQYNYEKAKLSRGDQLVHSPFLQSLAALTVGLDLDRVMCHALSRAP
IPPCSWNEANALPEWLWLKSFCVAVHAADALTFRERFQKNFLVPNEEKISEDEPFQPLDNSSWSLTMDEQVMAWAMRRPE
DWETGGKCDAYLWGGGRHGQLAESGRGVNVPTVTKSLASAQQVVCGQNCTFVVQVNGTILACGEGSYGRLGMGNSDDLFT
LSPISALQGYVVIQIATSRGSDGHSLALTDSGEVFSWGDGDYGKLGHGNSDRQRRPRQIEALRGEEVVNMACGFKHSAVV
TVDGKLFTFGNGDYGRLGHGNSANKKTPERVTALEKHAIGQVACGLNHTLVLSADGNTVWAFGDGDYGKLGLGSCTAKTS
PQAIDVLAGIGCKKICCGTQFSVVLTNDGRVFSFGQERLTGQPEGRLRGPQKPQQIQALASHFIDDVCVGAEHVLALTST
GEVWGWGNNVDGQLGLGHSNAQREPCVIPDLKGKNIRQISAGRNHSAAWTAPPPPPRFPPGAPMPLQLGHPEHTPPQFPA
LAEVSTVAVRARLRVLHHFSDLVYSSWKMFSLMPGEVEAHAYNRGTIGFVRGQLRPLLATRVSNLPIVRAMGRTMVQGKN
YGPQITVKRLIGRGKKSKAIFVQIATQVTKLKSADLCLPSRAWKVKLVGEGADDAGGVFDDTITEMCQELEEGVVNLLIH
TPNSTAEVGFNRDRFLLNPAATSEDDLVLYKFLGILFGVAVRTKKPLDLHLAPLVWKQLVGIPLTPDDIEESLRGIRDIH
ESGVDETTFAEIIPIETFETQSADGRFVPMVPSGHNIHLTFSNRSEYVEQALKFRLQEFDRQVAAVREGMGWILPVPLLS
LLTPDNLEQLVCGSAEVSVDMLKRVVRYREIDPSDSLVSWLWRVLESFTNEERILFMRFVSGRSRLPANVGDITQRFQLV
KLDRGVDSLPTAQTCFFQLRLPPYSSQEAMANRLRYAINNCRSIDMDNYMLTRNADEGDEEDEYY               
>Nvec_XP_001636601                                                              
MSSSPSRLCPDEIHINDADRSSEVFGVLRDHSLTSIRSRFAFLKTLNQSIEQLVLPLTDMRTNATHPLSTAALLHSASTI
LFYDTKMAFLKRMLDHSNHRGSSYIAPELSLDPLETIEVDKPASSGQFLQAAKGLSSVTSAGLRVKVATGGDPVFPLRVH
LRGEQVLGSGGSFRHFMWLMARELQSPLVDLLMPCPSAAANRNKGKFILKPGPMTYSDEKLLIFFGQLLGISLRSDIPLA
VDLMPVFWKSLLGRQLDAKEDLRATDILTYNYLRRFSEIETKEEFATLCFEADLCPYYFVYTSLPGDEVELCPDGADVPV
TWENRREYVDAIRALRLSELRCEARIAAVQCGLYSVVPLHVLAVLSPADLETRMCGIPTVDLDFLKAHTTYVAGIKDTDL
HIEYFWNALENFSQDQLRKFIKFACNQERLPIRCSCQEGNSSSVHVPPYPMKIGPPGGRGRADSRYIRVETCMFMIKLPP
YSTQEIMTSKLLYAINCREDPLTDL                                                       
>Nvec_XP_001634647                                                              
MSLFSWSEAVEMFYTLRLSKPPAIEKYGDREAMRQLTNPPPKWSLEADEELAKFLADHMNKMDANLGSISHYVDGIEVSS
VIGKLEDSSKDCLTDGDPVTYWESDGNQGRHWVRLSIKPGVIIKRLYIELDARDDNYMPYRIIISGGEVGHFKQLNEVFV
DLTVTGDVLVLEEMTQYFHIIEIKIKECKDDGIDTRIHGIKIVSTGDKEPGLSRDLFADTNLVRFPKLDAVDTILLYHRA
KALLRFVELLDSVIHYLLPSWNYTAGSFKDLEAIRQLLPLSRYRGNLIEKFLKESQTCSPEKMPKLFINRRLAAEHRADP
SQDPDAKYSMFHQLYEGLHPEKCGVKLDFRWSGRYDQWWECKFLSEGIIDQGGGFRDSLADMAEELCPSSMDDPMPLNYF
VRSPNQLHDSSNVNRDTYLPNPSCKELAKFEWIGMVMGGCLRSGREHLVLSLASYTWKQLVGERVSWSRDFQSVDFAQVK
LLETLESMDRETFDTKFSGVLTFTAVLSDNTLISLAPGGAERYVDFEERKEYCRLVQEARMFESKLQVEAIRRGMLKVVP
RAVLDLITWQDMGIRCAGKYHTCRVFILSPGHYEDISENDRRIKDLWNALENFTNEDRSRFLRFVTGRRRLPAQLYICPG
RSNAETDSLPEAATCSSTLFLPKYSSAKVAEEKIRYASYNCIAIDTDVSPWEE                           
>Nvec_XP_001632525                                                              
MSSDNNCSKTESGNCKTSRGCSAKNDINPESNNMKRAEHLIKQYFFQLTDGCGTPGCENENCASSGRIGNLSKNEAAAMA
LQLCQKKARLCVLNQPKSKPENSHLNNHAVIEVPFFTEESLLSTLKTCRDEGSFKKLVHSIGQVFSSSESLNQSFLLPTP
AKSCGIQVYVDIEAVRRCYKALFEIGDGSIENALLNALVNLSPELEVEVRYKNPSANPHYINQFLIIMENTMLHSPEYLE
SGLPSFLKAMSHLPVPAQGQLVKIWSWYPVDHIRRMLESLQQLITYQVLTGPAAVGTAPVHEDDAIVSATKVMKLIYFAS
IMGGERRNTVTMEQEAAVVTPSGAFLEDPLMKELQLLSMDCRQPLIDYEEFVNEPLNDQIEVDRDFTHFKSEQQGRFSFL
SHNFLLSTATKSLGLFFDNRVRMYSERRLTLLYSLVRRQQPTPYLRLKVRRDHLIEDALVSLEMVAQDNPLDLKKQLFVE
FEGEQGIDEGGVSKEFFQLIVEQIFNPDYGMFTYDEATRICWFNPTSFESDAQFCLIGLVLGLAIYNNIILDIHFPMVVY
RKLFGKPGTVEDLKDSHPVLYMSLTELLTYEGNVEEDLMCTFKIGYTDVFGSDLTHELKANGESIPVTKENRQEYVNLHA
DFILNKSVEKQFTAFKRGFDMVVDESPLKIFFRPDEVEMLVCGSKDFDFDALEKATEYDGGLTKDSALIRWFWEIVHSFD
MEQKRQLLMFTTGSDRIPVGGLAKLKLIIAKNGPDSPRLPTAHTCFNVLLLPDYATKEKLEERLLKAITHAKGFGLL   
>Nvec_XP_001632365                                                              
PPELLASTSSLNEFSTIEDFEKECALEMSPTYIQEFSLTHLTLPTLQSSIENYNQCKDPAFLLNTIRTVFSSIQALNESF
KKESYHESTELDVSAVHKAYEMLLALEPQEAFAGPLLNATEIHLITLSSQVVKVDEVQQLVILMENPLLHKSQDLLRKLC
QVLNALPPGSKEGLTGILAQYDHENFSRLTRVFCGFLGSHVHPSQSSESHLMEICKVIGIFFDAYKVIQGSSRPDKTSFQ
LSVFYCDELSKKLDFKKEYGNWQMARRLSKLPGYSTDKDSLCILDFPFLLDPASKVKVMHIDAVWQMRVEYQNAIVHQAR
VQQVQRIFEETEKSKKLNDGVKAAMCPFLVLEVRRDHLIRDTLSQIHLKEYDLKKPLKIKYVGGGELGLDMGGLQKEFFH
MIVDSIFEPGYGMFTYIEESRTMWINGESFESLKEFELVGIVLGLAIYNGIILDIHFPQVIYKKLQGQTPSLEDLIGVQP
SLGNSLKQLLEYEGDVEDTFCYTFQVSAMSYGKVCDRELIPNGAEVPVNNENREEFVHRYVKYLLVDSVAKQFDAFSAGF
HKVCGGSALTLFCADELELLICGHHVLDFSDLVLAASYDDGYSAQHSTIKMFWNVFNEMTNHQKKALLMFVTGSDRVPLK
GLSNLTFIIQKHGQDSDRLPTAMTCFNRLLLPEYTSPKRLKERLIVAIENSKGFGLT                       
>Nvec_XP_001629259                                                              
MFQPPAELECLSRKCEIVQVVTHTDGKHFLALTREGEVYSWGSGDGGKLGHGDTSPREEPTLVTGLAGKQVIRISCGSTH
SAAVTSEGELYTWGRGNYGRLGHGSSEDQLVPVLVSGLRGHHIIDVACGSGDAHTLAAADDGTVWSWGDGDYGKLGRGGS



DGCKNPKSIERLQGLGVCKVYCGAQFSLALTRDGSVWTWGKGEGFRLGHGTEDHVRHPKLVEALDGKHVVDVSVGSIHCL
ALTDAGEVYCWGRNDQGQLGDIDCQIRPEPTLVSGLASKGIVGIACGPAQSFAWSCAGQWSVGTRLQFCVDVCKRTFEHL
DALLRRVSEDLTGSQDWPPPPQEKECIAVSALNLLRLQLHAAITEDVVAAELGLGVGSKLLQSLKQQVVTLASNKGVLKT
VQGAAQGALRSGWVLLLPTPEERAKALTELLTETSDRQSTQQTGRKFMINLLISSLMAEGSLEQALENAIDQETSCYTGE
KDLGIDTKESITAIPLLYLTQQLLKTSCTQTLAAFKELFVRPPKMQWPYTQPPRPVTVELLLKLQRLLIGNFFMSDDGEE
NPWFVGNGESCLLRKYTSLVCAHVAEVLPVACSLAANGPRYYVAASQLVQGEYTGVLLPELLVCVVLLQTSLPMVLDTAH
IVQALAGLLDLLDKFNKLAPGVTKEDEEDLAWPGGIGSPTPARRYGETGSLTLIRPEDLENHNKEGGMWVVIHGKVYDLK
EFKEEAPCGESLLQKYAACDATKAFEEANHSYEARMMMQDHLVGTFVEPEQEFALDSALTVSSPLIDSERTLGLLLGLYS
HHLVQSMPVSPEEEENDKWLSADFFAGGVEPAFVEQTFKKSRDKDSKDEKIEQFTQPTSTGDPCKPFLLALSDTKVEDPT
ALKFLSIVERYCRQKRLVLPIEFAADHPVEKVGRLLMVCLMKHQDLGKWWSTLLLPMLVSPSPGLTPITINKPLSEVLKV
VHQAKCALIKARQESSRSYDEVCLPALERCRFLFNVLRPAVSTDAATISRMHIRNITTRWKRIVRQIIRDKHMHQVQGKS
SGTNTCSRYGANHPGQTHASGTGQLIRDKHMQQEADLPALRTTSLTSLRKVKWLRERLMSSSAETVLMKHIKEFVLTDEP
IDVQMLHKSLENQVERARCRLHGAESLLSLVAKDQLISSVRYAILCGWQGLLSSRSSLSEPAKHCLADIELVPPCDRVVL
ETTFAKINTWSIDMLRQAVFYASQAFEKVEGRSDPVPDQYRGGLSLGALPVARFLLAALGMLTADHSAGGVSLVLSSGVL
GLTQTIMRLAGPCDTGEEEDAALAAIIDEGKAAKKRPTVPLTGPEVAKMLKIGTRVVRGPDWKWGDQDGPPPSEGRIIGE
LGEDGWARVQWETGSTNSYRMGKEGKYDLKLARPPPIPESSDEEEEDMKDDSKTEKTEIQASHPTALIRRSCICLMRALA
LTCGLHADSIQTSQVRTVSTLLHKLVSAGTKCTAGERYEAVLYQQYRDWAKLGFVRSVAVTPAMCMALSTRQWVDLLLRM
MSGTLPNEDVPAAVSASHLPRQVLALRLLRTVLSSWEKRKDLARMDDLVEKLFALLGKVLMACTGTLPILHSAGRRGRRK
PKAPASISATYSSTVAEELVALLRRLHSLDDWNQPINTFISQRLGGIALMTSSPGESEEGEPAQVRKHLSFDDPSAQGPV
MAVLAVIGGVDSRPRLGGLVTHKDWGLGTVSRIAPNGKVTVQSKNHSKPKICPISQLKAVPVFPFSVEYLPMSEAAIGIW
ASLVRLAGTGRRKTGCKATKVKAMEEDVDTALLRQQQINLGLLKAARVLFSRQDNLRQILTHQGGDEAGNTFSLHQLMTA
AIKPSPIKSLFDREELEAAALATCQFLATEATKPDEHPISPPPEPEPPNDSNQAPLSVKPHPKQLKLSKKVRVKKQGSSP
VTPAVQQLIEMGFPRQHVEYALKELREEEDPRPELVVAWLLDHPEVSVSIPSDQYDDSSDIDDGDEDGCTDLSSTSDSDS
SASDTEGTSPPTDFKVRSDFSSNDEYARYVRDHIQTGMMVRCCRTYEEVHEGDIGRVIKLDRDGLHDLNVQADWQRKGGT
YWVRYSHVELLGHDSYAQRGIIKVGDQVRVKTTVTTPKYKWGSVNHNSIGTVVSLSPNGKDVKVDFPQQANWTGLITEME
VVPPSHPGVTCDGCHTFPIEGSRFKCKTCPDFDYCENCFRVRRSHRHPFYRFDEPGSIPVNAGKPGRGRSRPSVAPASGD
VIMKDWGRVVKNLTVSSRESQAAKLFDGTESYWQSSGPQGKHWIRLELFPDLLIHRLCMTVDPSDSSYMPSLVVISGGDT
VSRLKDIKTVHIGSSDSLVTLLEEAPEEYRYIEISIRQCKSSGIDCKVHGLTISARPKADEDDVAASFSFLALDDDQDAT
RQRRLSRRKRSVSDSGQEGQIKVFVWGLNDKDQLGGLKGSKIKVPVLSEFIGALKVQQIAGGSKTLFAVSHDGKVFACGE
STNGRLGLGPLSANVTVPRQIENLSSFMVRKVSVHSGGRHAMALTIEGKLFSWGEGEDGKLGHGNRMNCDHPKLIDTFKS
SCVRDMSCGSSHSAAILSSGELYTWGLGEYGRLGHGDNYTHLKPKKVQSFTSHRVIDIACGSRDAQTLALTDDGTVWSWG
DGDFGKLGRGGSEGCSVPNPVEKLQGQGVCKVACGAQFSLALSTSGLVWTWGKGDYYRLGHGNDTHVRKPQIVDGLRGKK
IVDVAVGALHCLAVTDSGQVFAWGDNDHGQQGNNTTTVNRRPQLVNGLEGQKITRVACGSSHSIAWAESDLPTPATHEPV
MFPVSRDPLGASCLAPEPTQSPSATILDTISNNDLISGKRHRPSLAKIVLSLNTNCERQQALGHILTALQIIYARDAVVG
ALMDSQAFLASDPKASPRDDPTDEAVSLASVPEVSLDDVTLTVESHASRQAVVEDLDEFTAGLGPEDARLLVELLKLAVA
GRAGEPGQDVLSRVLRSLAQGRPEIADMLLELCITELEDVTTDNSIVHSAFQPVVQESSHPYTDDTNTSGVVKVAGAEGL
RVEFDRQCSTERRHDPLTIMDSTGRILSLRSGREWSEWASELRVSGDELRWKFTSDSSVNGWGWRFTVYPIAPAAAPCDV
MSDRALLFRPSIDLVRCLLDFQLETLCSPSQIPRLAASLGACAQLSTLSASQRTWALHRLRKLLRSDVGPPLDVPTLLGY
NLIDEEEMAISGSSLGSLVRGLPEALQRQYEYEEPLVRGGKHLMHSDFFKVMVALACDLGIDLLPCCMDRHEWAWFRRFC
MASRIASSLESRLPLPYNFVQDVREKILELIPEECGDGEEYVSHTVFKREQDEQLLLWLNQRPSDWTMTWGGSGTIYGWG
HNHRGQLGSLEGAKVKLPQTIEALASIRPVQIVGGEQTLFAVTAEGKVYATGYGHGGRLGLGGTDTVTSIKMLESLQHVV
VRKVAVHSGGKHAMALSADGDVYSWGEGDDGKLGHGNRNSCDRPRVIEALRGKGVIDISCGGSHSACITQNHELYTWGKG
RYGRLGHGDSEDQLLPKVVEALRGNRVIDVACGSGDAQTLCLTDDDCVWSWGDGDYGKLGRGGSDGCKIPMKVESLIGLG
VSKVECGSQFSVALTRSGAVYTWGKGDYYRLGHGVDDHVRRPKRVAALQGKKVITIATGSLHCVASTDTGEVYTWGDNDE
GQLGDGTTNAIARPRLVTALQGKKISRVACGSAHTIAWSTCKPVNAGRLPDEVPMEYNHLQHIPLAATRNRLILLHEFSE
LFCTSVTLFDLDPGHEETLDYGPLVGLDTLRGVLIPSNKETAFRKVVQTTMVRDRQHGPVIELNRIQVKKYRSKGGLAGP
DGTKSVFGQACDKMSNFGPESLFLPHRVWKVKFIGESVDDCGGGYSESIAEMCDELQASYHNGSLPLLIVTPNGREESGA
NRDCFILNPDATSAVHLGMFRFLGMLIGIAIRTGSPLSLNLAEPTWKQLAGMTLTVTDLAEIDKDYVPGLMCIRDMDAAA
LEAMDMPFSTPSASGREMRLHAKMKTICQENREEYVRLALNHRLHEFDQQCSAVREGMGRVVPVPFLSLFTGPELETMVC
GSPDIPLDLLKSVVTYKGIDGNAPLVRWFWDTLESFSNAERSLFLRFVWGRTRLPRTIADFRGRDFVFQVLDKYNPPDHY
LPESYTCFFLLKMPRYSSHRILCEKLKYAVHFCKSIDSDDYARIDLTGEQAEAFDDVDAF                    
>Nvec_XP_001629180                                                              
RLKMYTAIGRFIGLSLWFNNTVPLNFSRHVVKFLLSRDVTWEDLAFFNADLFEGLSRMMIDANHPLMTSETFQATYCCHF
ETSVGGTTEELVPGGSHLPVSPENIYQYVRLYASKVMIGCVEAELQSMRSGLYDVIPSELLTSLSPEDFQLLVSGGTTDI
DMNKLRSVITFTNSNGCSKDILERFKRWFWSIVQKMTPLQRQQLLYFCTGSAVLPVMSDRRDPDQELNITVDVISGNTKA
LPMATTCGQRMSIPLYPSKRILKKKLLQAIQCQSYGLG                                          
>Nvec_XP_001628175                                                              
RWNKWKYDQWWEVKFIGEGIIDQGGGFRESLVEMTDELCPPEFGSLEVLPFFVRTANNKDAVGDYQDSYLPSPSCTEWSV
YEWLGKILGALYRSDENMTLTFPPFLWKLLVGEHVTWAKDFVDVDEAAVMFTDELERMDEDLYVATYRNECKFSTVLSDG
TTKELIPGGNDVTVGPADRQRFAALLREARMTESVQQVLALRRGLMSVIPESALSLITWNELERGICGNPDVSPSVLKSA
CKYGDDLSESSECIKFLWAALAQFTNDERSRFLRFVTGRRRPPAPFTVAKAGDGRNALPTASTCASTIYWPAYTSAAMAT
ARLRYAVYNCVAIDTDTSPW                                                            



>Nvec_XP_001627137                                                              
MHQLLHRASNSGSNSKAQQLLQGIQSSDESQQLQAVIEMCQLLVMGNEESLAGFPVKQVVPALINLLNKEQKFELVNHAC
RALTYVMESLPRSTVVVVEAVPVFLEKLQVIECMDVAEQSLTALETLSKRHSKSILQAGGLASCLLFLDFFSISAQRSAL
AIASNCCSSVGPDDFHYIEDAIQDKKSVESCCLAFSRLVDSFQHDKAHLEDLAGHGLLTNIQQLLMISPPLISTATFVMV
LRMLASLCANCPKLAVQMIKNNIADTLKFLLVGTLDIINNENVELIARSPQEFYEITCFISELFPQLPKTGVFSVDALLN
KSQLRTELGLWQWRDDRGTWHSYSWIDCKIIEAAFQSGEDELSLSTMGRSYTIDFNALQQINEDTGTTRPIQRCAGAGES
TSLTLQSGSNTEQDERIEILQDGPDGNAFTHVLFACLYNIMNSSVGVAVRHKCINAMLRLACYAPSDLLSEILKRHPISS
LIGEMLQSNDLRTLVNALQIADILMKKLPDIYHISFRREGVMHKANALASGSFMATTPQSKQTKSKAQDAAANLPNYLSD
ALENVQRRALNIAFSGSSYEGSLTLAKLPTRLGDVFRGKRRSKRTPRSKEKCQSLMEQDLRSEGDAPELSRSGTIPTSSH
HHGKSSFFSSLSSSRWSAKASTSSLPADGLPRVDVNNTNSALRVLTSKSSDNKEKIRSWIKEQAVTFYSTYFDDDSGKSH
PALDVMQKLIEATKSLGLDVTHISCLQEINAVLSDSDGVSSFEILHSGLVTKLLSYITPQPSDDGPDLEKRLRVFVQSFM
DQSVSFFPQHSRYTGPYTYITLASLITKLHCCVNQVEQFPVKVHDAPSGTSSSSGGSQALRFFSTHQIKCHLQRHPDCKT
VRQWKGGPVKIDPLALVQAVERYLVVRGYGRVKEAAEEDGSDDEGSDDDIDESMAFELQVESIPRHHLEIMLGDKVLPYN
MTVYQAVKQYGQSDDDRDFDEEQGVLGRPSIWVGQHTIWYRPLNHDGEVSTNNTRHRGSCSGRGPSKSPPKRSYKDHQNK
RQSLEEMLAVCQPSDFSLTDPSLEIICLMRAIHILNNNAAMLFEEMNSRSLVSVGEFANQKLAAKVLRQLQDPIAVMTGN
FPSWVLELPRKCSFLFPFECRQQLFFCTSFDRERAMSKLQESIPDLINTEMSDRVAPRLDRKKSTVSRKDLLSQAEKIIQ
DLGSSQSILEIQYQSEVGTGLGPTLEFYALVSKEFQRSSMEMWRGTEVAPPVTEDADGGIKYVYSESGLFPIPIPRNARV
AMVSRLKSKFRFLGRFLGRALLDFRMVDIPFSCAFYKWMLGFEATFDYRDLFDIDPVLAKSISQLQGLVRQKHRLEKDSS
LTPESLQLAVENLTLDGASVEDLGLDFVLPGYTNIELKKNGRNIPVTIHNLEKYIKLVVHWTLVEGVERQMQAFQEGFDS
VFPLTNLKVYYAVNMDQLLCGSVGQKWEVKELVESCRPDHGYSHDSRAIKCLFEILSEYDADQQRLFLQFVTGSPRLPVG
GFRSLNPPLTIVRKTFEPPLSADNYLPSVMTCVNYLKLPDYTSKEIMLDKLRTAAHEGQRSFHLS               
>Nvec_XP_001626891                                                              
MIRDVVVMIRNGVRDGVVMICDIFVMGYAMIHNGVRDGVVVICDIFVMGYAMIHNGVRDRVVMICDIFVIGSVMIRNGVR
DGVVMICDIFVMGSVMIRNGVRDGVVMIRNGVRDVVVMIGNGVLMICDIVVARVVMICDIVVMGPLPNAYFARFTKDVGQ
KGVDAGKAGGKANFTTADQEGSTQTNIGGTVAAGITETSHSQTASGITECADNGCLTTRETASCSNEELLVPVDRIDAIN
ADRSASIIPGEIGNNLGDQEADAVVAGSFRADSGRSLDEELIDICVVTSLVVAGTSSLGNRQAVEHVTENCSDSELMAAV
MMEQEVDQELVSDLTPANRDNETIDSQENDGDQKTDNAVTRESLEGVFRRTDQGVSGMVDQGNSGSIDQQGSHASETMSL
GADQATEGGDLPRNTNITQSIISETELHSSLHSSSVAGNPEDQEKTWMKCEEWNPETNVSVALRLKLRQLRLIGRLIGAA
ICDDLLLSLHLSKPFVKQILGIPLSHPDDLSSFDHELHSNQITWVQENSVDDLGFTFSIDATNPWTGRPVTIDLSENPDE
ELTDSNKSEYVKLVSQFKLQDSIAAEVKELAGGLNEVVPQDLLSFFTADEFSLLINGVSKIDVQDWRANTLYRGCKESDE
IITWLWKTIASLKEEEKALLLKFSTGSPCVPIGGFAALQGLSGANKFTVSKIMGVNKIPEASTCFNLLKLTNYESEKQLR
EKLLIAIRHGSEGFSFA                                                               
>Nvec_XP_001626692                                                              
MFCWGKCSEGQLGVGETEQEFISTPRLLENLEFSSNVREVSCGWNHTAFLCKDGTVYTCGSNEFGQLGQEKSHTNPESVH
AIETFTITKVTCGKAHTVAVSDQGLVFAWGDNSYGQIGLGSKVKEKVQTIPKMLKGLAKMSVVQIACGCNHSMALTISGH
LFCWGDNSSGQLGIGKTHSSMSEPAPVLSLNGVPFMLISAGGAHSFALSSSGALFGWGKNEYGQLGVHDTTDRPLPTLLK
SLRSQGVCYVSCGEKHTAVLTSDGGVFTFGCGTSGQLGHNSNHHEYTPRKVFELMGSVVTQIACGRAHTLALVPSSGRVY
TFGRGGDGQLGLGVTNNCNSPMTAKGPWLRSNNIKSMLPEADGDSVVYTVRRIDAGGDHCFAMASSYGDETDGPEDMRLP
RPSQSILHLSVPVTMDLVKRATIASDLSDVSEKLEIIFSSLACLNGSFLDNVVHPYVMPIHPCLIPLYVHFIHSHLTPLP
PSQIVSCISNFLLPAMVQQQPPDIEALRVYLMLPENGIMLDKECFMEVVIPFADSILRLSPEAQKVLRRWWSTLPSTYFS
RVIQVFQECVKYLLTLPLPHFANEERQVYLGMCMVALDNLHKVNNESGDIVPFKQFTFPRTREVDIRADYFNWIQNQKIN
LKHQHSVVKNTFSFCRFPFVFDASAKTKLLQTDAVMQMQSAVDEVNRRNVQSLLSFVPVNPVNPCLVIKVRRDSIVQDTL
TQITTQSPYDLKKPLKVIFANEEAVDAGGVKKEFFLLLLTEILDPKYGMFTYLEDSQTIWFNDLTFEESPMFLLIGVICG
LAIYNSTIFDLRFPPVLYKKLLRKKPNLDDFRGFQPSVARNLQYLLDYSDDDLEDTFGLNFQIMREKYGALEYIDLVPGG
GEVPVTQDNREQYVELYIDYYLSKAVDKQFEAFFTGFHRVCGGHVLEFFHPQELMEMVVGCQEYDFEVLEKITEYKGEYY
RKHPVIANFWTVFYEFPLSMKKKFLAFLTGSDRVPILGMESMKMIIQPVAGGEHGDHLPVAHTCFNLLDLPRYPTLEMMR
TKLSQAVEFSKGFGLA                                                                
>Nvec_XP_001626573                                                              
MSPNRQTSTTSIMSDLPTDTQKFLKFAETHRTVLNQILRQSTVHLSNGPFAVLVDHTRVLDFDVKRRFFRQELEQSDEGI
RREDLTIPIRRDHVFEDSYRELHRRSAEEWKARLYIVNRLIFPLLTIWMSDNIHVQFEYSFTCIIKVSMELSARFLCERG
LFSTSLNILFVKHTLNTVRPQKLELGDTLQKVALYILFTIARLVREFGLSEIRDLIPNGRNIPVTEENKREYVKLVCQMK
MTGAIRKQIDSFLEGFYEIIPKRLISIFNEQELELLISGLPNIDLDDLKSHIEYHKYNENSLQIQWFWRALRSFDQAARA
KFLQFVTGTSKVPLQGFAALEGMNGFQKFQIHRDDRNTDRLPSAHTCFNQLDLPAYETYDKLRTMLKKACDECPEGFGLA
>Nvec_XP_001626226                                                              
MKREDCLGPEDEDGSGLDYDFIRITYDIVLTLPQEVQKAVLKSVINSLLQDLKRQRTKQDIRAYIVLLQNPQFNKATTYV
IFAHLLRQVSSLSDAEHQLLVRWLRKIPLNTFQATVTRVQQFISTRMFPTNSMELPPEEKCTWWIPSAVKVLALLNAANW
LVQAPLVLHTYFYNHSLDHIDLMAEYYSWQNPGANSGKFSFCQYPFILSLGAKRYIMQKDSESQMIVMARKSLMEKVQRR
EMPDMGMLFLNIKVRRSHLITDSLNEIARKQKNLKKKLKVTFAGEPGLDMGGLTKEWFLLLVRKIFKPEYGMFSCNDKSR
LYWFNKECLDQDEEFNLVGVLMGLAVYNSIILDIHFPSCCYKKLLSPAVVPFHNPNARVGLANLGLEDLAEVMPELARGL
KELLSYEGDVENDLCQTFQVSFTSYGEVVTHNLKPKGDTIPVTNTNRQEYVQLYVDYLLNSSIYKQFEAFYHGFHSVCAS
NALIMLRPEEVEMLVCGNPELDMEALKKVTVYDGYSKNDNTIRYFWDTVMNFNTDLKKKMLLFATGSDRIPIGGMAEMEF
KIVRMDTAHSTSMLPMAHTCFNQLCLPPYKTRKQIKQKLTIAISNAEGFGIE                            



>Nvec_XP_001624466                                                              
MAGCNGVSHPPQDYVPGLMCIRDMDAAALEAMDMPFSTPSASGREMRLHAKMKTICQENREEYVRLALNHRLHEFDQQCS
AVREGMGRVVPVPFLSLFTGPELETMVCGSPDIPLDLLKSVVTYKGIDGNAPLVRWFWDTLESFSNAERSLFLRFVWGRT
RLPRTIADFRGRDFVFQVLDKYNPPDHYLPESYTCFFLLKMPRYSSHRILCEKLKYAVH                     
>Nvec_XP_001622368                                                              
MVPESKYRFHNRHCLAKKGLQIYLFGHYLQPRFTKVKWEWQDPQVVGETLTFLLQIRHNYTPFTVKRTDIDIEIVHDGTP
IACSLDFGGPGWQEMNRVKVTFTVRKSGDYNIAVLAMGEHITGSPFAKVFLPGSVDPAKCTIIERSSILVLQQGVYSPLL
VEARDVYGNLRSISNAEDLLKYKVHIKKIGGSDSIDPELFVDSENRSNNSLHIKLEDEGIFQGTVSYDGTPVNNGELTII
SLNDSEWYAVEKNIDRHCYNVWYEAALLPYPLTGSNTPPSIGNGADVARKSRKVYCYISPRNVSIKEFYMRIFPHKLHAF
RVSPRTKFTLHPPNSNYEHPAFTISDGAQAPVSVVCRDRNVLVATYSRLVLLNIGGSESFKKKREFFNEKLLSHQGMKGG
EVRLKINRSNLLESSYVACKNVDWLKMFNVTFEGEEGLDWGGVRREWFELLCIALFGRDSELFTRFKGDDPQAPVHPNPR
RPPHLNLKYYKFAGQVVSKCIYESAISNARRQNVKAKFTRSFLAQLLGLRVNYKYLESDDKDLYRSKVQLIEKNDPADLE
LKFTEEEYNSSGQLEKVVELLPGGRLIDVTEQNKCEYLNLMARYKLVESVQKEVEAFIQGLNELVPDNLLGMFDENELEL
LMCGTGHISVADMKAHHHVLAGGGQRFTKIMDWFWTIVSSLTQEELARLLQFVTGSSQLPPGGFAELSPQLQISYIATSQ
ALPTAHTCFNQLCLPDFPSFNEMQRKLLLAVNEGCEGFGFS                                       
>Nvec_XP_001619034                                                              
NVSIKEFYMRIFPHKLHAFRVSPRTKFTLHPPNSNYEHPAFTISDGAQAPVSVVCRDRNVLVATYSRLVLLNIGKNANIG
LDWGGVRREWFELLCIALFGRDSELFTRFKGDDPQAPVHPNPRRPPHLNLKYFKFAGQVVSKCIYESAISNARRQNVKAK
FTRSFLAQLLGLRVNYKYLESDDKDLYRSKVQLIEKNDPADLELKFTEEEYNSSGQLEKVVDFIPGGRLIDVSLYFCSWW
SLSLVVELLPGGRLIDVTEQNKCEYLNLMARYKLVESVQKEVEAFIQGLNELVPDNLLGMFDENELELLMCGTGHISVAD
MKAHHHVLAGGGQRFTK                                                               
>Nvec_XP_001626137                                                              
MKHKQRLAENVIYHYRDSPTWLVSNIVDDFPRGYIIKHVGRAYLEYNFRVLQEASGMVKIHTTCYVRIKLSCEGDRMSRF
SNFISFALLNAHDDLLSSKDDPPEEIELQVLSSTSAATCKAPSQGTTLEFDDHVILQIFDVTFCIADEAPTIPLEEGRGL
VESLFDTKNKHVHRYYTCRFDNCSSISHTESQRVKHLTYKFKHDWLFEKVSFDLNVGVWWLVYVEGEGMYCLLCRKHKQI
TEVNQYMEGLKTCCMLGLVQAYPEKFRTVFEVPKKLTAEMLDDFFDVKYSPRDSNKFHAETEVIFNLTQYLEDIKKGQIS
SILEGKEVVVTLNHVIRFLTGSHGIPAIGFTPRPSIHFNQDNPNRKLTANTCANQLTLTVDGRIRKYEHFSQDFTFCMFN
SPGFGLL                                                                         
>Nvec_XP_001622115                                                              
MREFLSLIMQFLEDSHLFCGKENRKFVSFNSTAVKEGDYKFAGTLIAMSMVHGGPSPQFLAPPMFEAIVSDNPMHVAVAI
EDIPDWELQEAILRLSSCTDVKDAIPILQEGILTTLIDLSGTYIQVKTLESIQEIIRSVTQWYIIGRSVPAIENFKEGLS
ALGVLEAIRTHPAVFRTEFCPSLVEVKLTADTLDGLFSVTSSDVGSTRAVTESLVLSRWRDYLQDLEDKEDAVSRSDVLF
FATGCHSLPPRKKTMNPTIEFLHLKGQWGFPRYPNANVCSSTSLASRTFILREF                          
>Nvec_XP_001640621                                                              
MASGANENKVICGKANNLEDSDSDSDLLKSVFDSGYADSEAGPSFEFDKAALADILGTSREDNQSELIGTSEERKAIFKE
QLEQLEESSRIDKEKDRLRLEEEQEVTKQEEIRQKRRRRVLDEPAPGDQSVEVRIRHPRMGVLKRRFHVRSSVQAVYDWA
GSVSATPLYFQLCKYPNTVIYPSDEISQACNEILNVVSRGQPVPLSVEEDSVTINDGQKLYIDIDMDDTIPDALHIGLSD
TPPQMLLEDDEPMTEEEAIALTHYNVLNKKRQEELTKYLKTNIVEIDKDHIVEEILKLCKDTSLLQNYLEIECGLTATGD
GVLREMLTSFWEKFLMRNGEGSREIPLPLGPSIARETYEILGRIYHHGFMLTGSFPVTISRASIHYALFDCVKDECLEES
FLNTLPAKQRETLSAALSSKSAASFPDKIVCDILEDYGNMRWPSQENICSIVKDVAVHELVAKPAMALQQFRSGMGEFWK
DVPPQEIDAVYKLSQPTSRRVKAALRGNPLTKKEESVLRWLKLFIDECGDKMLRRFLVFCTASDSLAPDKTIQVRFESMP
SAAIRPKAQTCFRILILPTNFCGYAAFQANMDISLTYRDAWEMKDY                                  
>Nvec_XP_001619243                                                              
MFSSCLGLCAEYVQLYVDYLLNSSIYKQFEAFYHGFHSVCASNALIMLRPEEVEMLVCGNPELDMEALKKVTVYDGYSKN
DNTI                                                                            
>Adig_773v118946                                                                
MALYHGKFIDRGFTLPFYKRMLNKKQTMKDLESIDPEFYNSLVWIKDNNIEECGLDMEFTVDMELLGKITSHDLKPNGSE
IKVTEENKEEYLSLMTQWRFNRGIEEQTKAFLDGFNEVVPLHWLQFFDEKEIELMLCGMQEIDLDDWQANAVYRHYTRNS
KQVTWFWQALRSFDNEKRTRLLQFVTGTCRLPVGGFAELMGSNGPQKFCIEKVGKETWLPRSHTCFNRLDLPPYKSFEQL
VEKLTFAIEETEGFAQE*                                                              
>Adig_958v119095                                                                
MYVVIDPYCKIKLFQGDREYGEIDSVVTDTIKKTLHPQWNEEFFFRVNQSVNRLLFEVFDENRLTRDDFLGEVELRLFSL
PTEGPNVTIHAGYYMLKPRSSKSRVSGNLQLRLSFLSPDDAPQTGTSVERVPVADTASNLAFVENHYPVPSSPPRPDAAA
LSVIDEPAPSSPMQVEASSEAEELLPPGWAMQRAPNGRMFFIDHNSRKTTWRDPRIHHHPSLSSSPSMSPEIGRSARLSH
ADLGPLPDGWEERVHTDGRVFYIDHETKSTQWDDPRIQINNKPSQAVPYSRDFKRKCDYFRSKLKRPVNVPNKYEIHVRR
NNLLLDSYRGVHPVSNPELLKTRLWIVFDGETGLDYGGVQREWFYLLSKEVFNPYYGLFEYSASDNYTLQINPNSGMCNE
DHLLYFKFIGRLAGMAVYHGKLLDAFFIRPFYKMMLGKPITLIDMESVDSEYYNSLNWILENDPEDLDLTFCVDEELFGQ
VTVKDLKSRGSEIKVTNANKREYINLVIKWRFVSRVEDQMKKFMEGFSELIPHNLIQIFDERELELLMCGLGEIDINDWR
KHTNYRGEYGDKHHVIVWFWKALSSFDLETRARLLQFVTGTSRVPMNGFAELYGSNGPQRFTIEPWGTPHSLPRAHTCFN
RLDLPRYRTYYELREKLRLAIENTQGFEGVD*                                                
>Adig_1220v119304                                                               
MLEEFTSHQSFNNPGDPVGNRKDAAMVTVYLARNGYFRYLRALLNARVPSSLEPSPSPPTPLAAAIRDLVMNPLQLTKDA



SNDGENVLNVKDRHQIFSALISDILCPEMTEQMTCFLLPSLAETSSQFPFGFLLESLLNLLSKADSSGASNFRVTPSPWL
LFGVLAFVDKNLGSTSDLTLLKNYVKVLQILLIQLPHPVSANSDGEDDSDSDSEMETDPLQTRLLYTLALNPVFVRELWR
NVQAVSVYTSTGKEITLLDLISRGRNLSTEEAGLVTPLLSLLSSLLSSALFSVHDNEFYGEEEDVTSLVRQLHSRDSRRQ
FCAEGHWLSHKVAIDPAQMSIDGFLNQEGREFLSQLLKAGFDPNIGFFKSTHERLLYPNPQAGLLANDYLKHCHFLGRML
GKNYRGNVEDLSLNFTVVNNDLGESQVVELKQGGRDIPVNNSNRISYIHLVADYRLNKQIQRHCQAFRAGLSDVINLDWL
RMFDHNELQVLISGALIPVDLDDLRRNTYYS                                                 
>Adig_1501v119547                                                               
MSRIKEQERKEDPQRRRRPIRFGRNKPVAAGSFATRSNKLKEGSNERRDDRRPKPERCLLCKNNHNLDECDRFALMSQTK
KREYVKSRGLYLGCLKFGHMKKDCRCRKTCKKCNGFHPSSLHIDHPVPSDQVAMKAVDQQAKPTEVTSNRVEVQDKKSLN
VCSSHSLIVPVWLHHRDNPEKLILVYALLDDQSDACFVKNEILQMLALSGPDVQLRLSTILGEDVVTCQKISGLVVRGFK
EPADVALPPAYSREEIPAKCSQIPRPESVLGWPHLKQVANQLMPYRHDIHVGLLLGVNCARAIKPREIITGTDDDPYDKK
ATLVSKEIKDGSSMIVGHFVAKTQVKEIVCPAQIGKMFEFDFNESVKEERALSFKDRKFLPIVNSSIHHREDRHYEIPLP
LKEDTLELPHNKELAFSRLKRLRQRPKSDSKYRGHYQAFMEELIEKGDAKKVSPEELSLKNGRIWYIPHHGVYHPQKQDK
IRVVFVTSAEFKGKSLNRCLLQGPDLTNNLTGVLCRFRKEPIAFMCDVEGMFHQVYVTPEYRNFLRFLWWENGDMEKEPM
EFKMKVHLFGAVLSPGCANFALKRTANDFEFKFGTKAAEFVRHDFYIDDGLKLVSSASQAIALIKNTRNLCAEGGFNLHK
FVSNDKEVVEATPKEQRANEIREFDMTKDLLPMERALGVQWCVESDHLQFHVELKDRPLTRRGLLASVSSIYDPLGLAAP
FLLTGKCIVQELCMGKTEWDEPVPDTIWSQWQKWRSEIHSLAELNIRRCHKTKDFGELKSIELHNFSDASVVGYGQCSYL
RMVNVHDEVHCSLVMAKSRVTRLKPITVPRLELAAAVVSTNISTFVRKELKYDLSEVFWTDGKVVLGRKIDDQGSSELEF
SNEIERLQTLQRKDKAKGRTAKQVTKGSSPIHRLDPVLDDNGILRVGGRIQQADAPYDVKHPIILPKKSHVTDLVIRYYH
QQSAHQGRARTHAEICTSGFWIISSCSMVGHHVIKYVTCRKLRGAPQQQKMSDLPADRTEQVLPFTYSAVDYFRLWYIKE
GRQEMKFYGGLFTCIYSRAIHLETAASLSTDSFLNAYHRFVGRRGPVRQLRSDQGTNFVGAKNELEPTLLEMNHSTIQRE
LLKQNCDWIDWKMNVAQASHMGRAWERQIRTVRSVLSALLQKHDRQLDDESLRMLMVETEAIVNSRPLSTDDLADPSSVG
ALTPKHLLTMKSSVVLAPPGNFQAADVYSRKRWRRPKNKIDVMQSLMLHNILVRKKSILDQFRQGLSILGLLDKIGRSPQ
LFEDCFVHRDEVSKESVAGCLYFADSEDEHAERVFQMLHTFIRNSSPSDLDDFLRFVTGSRSSATCILPRRITVSCAPTN
SIFASTCLLDLKLPNHFDSYKDFESTMRSVIKGNTFTTG*                                        
>Adig_2280v120163                                                               
NLLFLKNYRGNVEDLSLNFTVVNNDLGESQVVELKQGGRDIPVNNRNRISYIHLVADYRLNKQIQRHCQAFRAGLSDVIN
LDWLRMFDHNELQVLISGALIPVDLDDLRRNTYYSGGFTQDHPCVMSFWRVVNQFTDTQKRQLLKFVTSCSRPPLLGFK 
>Adig_2402v120267                                                               
MAASSDSVHLIQSVAQTAIDSINKLVCLVEQRGAPNPEAAQSRRSSIEPETSADSTTAIRSVNALDELRRRFPTRSRRGG
PFRARDQRTGRYERSSASFPYTSTSVRRSVGRPLASDIVSKDVIIVEIGRQKIPTGSEKPQLESSGRIVTGFDINRKWDS
GTLHNELSKLLIGRMEGMHFEIVKNCSGTLLRPNLPRGKEIDSKLLLKSIAPSGCLYLRLLEELPSMLDPSDRQFEASVF
ASDKEKSAAIQPSDVPIAREKIVIDLTHPTPFSASCVNNSPYSTDENEGSSFNETNKHPFDINAIISEAKAQGLTDPAEV
LKFLQKMILTGRALEVESSDETIDGETNYITVDRERILETTFSELQYITNFRVTFQVDFMGEECVDNGGPRREWIRLMNQ
AIKEKYFDHGLRQLLAQDYFYVGIMIAVALLQNGQLPVFLEESILQQVVSSQQRSDPCVYQVQRGLEELGLHSALQQLPM
LVHLLRPQALHKMNVPLLLQIFKPKFSEEGSNALKYEKEVYQLFVKYVREVAASRRVCGETTLDLSHILQFATASAEEPV
LGFKLAPSLEFVHPREVNEVTSQPGASEEQQPLIKHDFLPSAHTCTNVLQLPRPTDYIAMPPMERLYALYDLAFSQPFFG
KK*                                                                             
>Adig_4116v121657                                                               
MYIWTLEDMEVALPNFKCETLRISTPEGDPFTQQHYIHQCKTTRVRLYLKSKKKTFPERQASHSGVLDQVVKDDESDLLA
PVFPENERELNGDQLMGTSIEREEIRKAQDQEFAQSLALDKRKEEKKRLEVCSEIEKASRQLHLKQARLRRVEPEPDEYE
SKVDYAGRQFRMMVNNQYDEAVLSKEEDDGNSVTEVQERSQRDSIEVDDIADGEVVLAEDHINRNATSECQTQSLQETIT
SGPGQNTHQKENRVKLQEELRALVNALFPGSLEDPANRQLVNIRRRKLWQDACRAFGSPTFDVSRGIRVHFIGESGVDGG
GPRREFYMLLVTTACTMAGMLEGSDGRKVPMHNCAAIKAGKFKLLGMMAGMSMVDGGPGLPVFPESVFHYIAKGIPRVGE
VEDVPDPVVRKNLSQLTLVQTTEDLRNMVTSEDFVFLLDCGFPKLLALLQLAERDEVVECAIVHYTHYRIRGELDQLKEG
LAKVGVLEAITRDPDLFKPLFCWNSSLQVTTGYIRWLFDPKLSEVGSNARSQEEDLLYNWEEYLKEIDDEGRARAADTEL
TLEELFAFLTGSHSIPPMGFERPGSIVFIPLENPKESRLPSVSTCIPQLSIPICNYILEDFDNFKTMTTFLCQLKIWGNG
IDVVQ*                                                                          
>Adig_4159v121687                                                               
MFKGCEACAKYDGFKCTNDSFYLKKGYWWKWENETNKELFISFRDALSKNSSVENNSTYEYPYPLPQQHRCPRPESCLGG
MDSNCSEGYEGPLCDVCRQGYYKQLKTCRECPSKKWMIGQLCLIAAAIVVISVVVAWRSKKQIKKKKGRSLGDLILSKMK
IVIGFYQVTFGMIEAFAFIKWPESLTFIGKYSEMLQLNVLQIAPIHCLFANLKVDAFGRLYAMLSINAAIIIFGFAFYGI
RKVLITRKALETHEEKVKKISETKQLAYKAVFFVLYVTYLSTCSKTANVLPLACRSICYTENETQCETFLRDDFTINCSS
QGFRRPVIVAYFSVIYVIVLPAAALVMLWRHWKTLKTSADEDNDESTHSQSSEVITGLSFLFQNYKIRRWYWEFVETGRK
VILTSGIILLGAESRAYIGMSLILSGYYGMLFAHMKPIEDPSENSLMLSSLAVTYVNLVIGAVSRIPEEVALDTLYPNLE
KVLFDILVVGANVLVILVLLVQYSMFIYRFFKEWRKNPRWSFSCCLALLLPLNDLHQEVLGMTGKNVLQQQLKTGNVDMP
SLSGALKESGAVCIELNIFPEHPEETSGSPSEETEAGRKKKRNADKGTGSTGDEPEKQATTTNKEVKKNLQTGNVNISSQ
CGALKKSGAVGIVRASIHERPKKTRGSISEEKNRLLQDTLQQEDFSFVEFTEREREMAMRHEIKTDMIVLYQNRYHVMEV
EVVEGDVMPVAGLKAATESNLLKKLFTVGCTCEGDGDPQPEILKRYRSQLSGIGTLPGEYGIKIDASATPVVHPPRGIRY
MLRDKVKAELDRMERMDIITKLEHPTKMAQLNSPQEERQNLAADKAQRVDDFEDDEEDDLEDDHLPVMLPDRGAGDGLTA
LTVLDTSLLSTSQTSGGDIVNVPSVPQQQNQHSEYETYVQLFDEGVWDEDEDPAFIEAVQASLAEWQERSGPHPTSESVH
TLLRSFQENLHTSADGNETVSVIISRKAIMQSTLRAIERKTFSFMKAVNVTFAGEEAVDAGGPRREYFRLLMASLAASAV



FHGSWFTHDLYQLNQGKYALAGKLVAWSVLQGCNGPRCLSEVGYNLCRGVAVDPVIAIEAIADVGMKTILNAIEASTSEK
EFADVLEKSADQIAGYGYSNIYIAKLANKDDIVHSLLKQHFVYGVHAEYAQFIEGMNTVGNFGNVVLANKSVFDNILHNK
QEKLTAAKFKSLYELNTSEQGSKSRQQEESTIYCFEVFLKDFEEGERDGLALEDLLVFITGSDTVPPLGFDHVITVEFYD
FTGNDRRRPWSSTCGLTFHLPRGIEEPQEFNALMKEALLGCHGFGKS*                                
>Adig_4394v103958                                                               
MNQMGRTLGHALRSRSLSVTFKNEPGICTGPKREFFACFCKDIIDPKRGLFVAADDSQYSPTPNAYFAKHANLESPADSE
VNSGYQSHVSEKVKHEESNGLTEETTELPSVTQGTDGYLNSPVMSTELTDEELTTESQTEDHSSILGPDDNGRGITESES
TDANEDHLDPESVNADTEQTDVSEMSLEEECTVLNQYSRACNGGNRQNVSQTSNAVTWISCMDDSKGDKSIISLSLRSKL
KQLRFIGRMIGFAVYQNLLLNLQLSKPFVKQYDGWFSTDNEISWFWGVVSQLKEEEKALLLKFSTGSPCVPIGGFASLTG
LGGATRFTVLKIEDVNKIPMASTCFNMLKLSRYSSEKHLKDKLLIAIRHGAEGFSFS*                      
>Adig_4678v104047                                                               
MVFCQACGTKAIQNGKFCHSCGMELNGTPVPGDVKSLSFDDYKKRKRTKDVQSLKRTNTKDTKRPAAQKSTNEVAKVQVG
LVTSSPDSDHLKKMKGRTIPVLIDTRADASTLLHTAVEKHGRHFKQFSKHFDYVLLYPDMSVVQNLPASNTPFTVEKYKR
DLLKPYSKMYFWLCAKDDFESANNVTSSDSEDDMLTKHAFEASYNSSNVACDVPVLTPPEVAIRSTCPDPLNKASTSSTS
YHQCPTCLELFPQSEIEVHADACAEAWVDPIGDLDEVDDAPPNEVEPIEDATGTLREPLDINLETLRNEVSNLRRLCQCE
LTNRVSIRRRLIFQDYMDTRKKKWFKPKAMLKVTYVGEPAVDDGGPKREFFTEIFGHIRRTLFSDDGVPNADMRALANDE
FKAVGELMACSLIQGGPAPCFLSVNVYDYLIDGMASVQSEKWASLIKDDFLRQSLERIAACKTNDELGALLCEESMMDIL
QMVGYRGVPSKETLSSVPEIQRSFVITGIARTLTTIDQMITGLASFGALDYIRSHKNVMKPLFTLDGARHFQPTPELFIE
GLNVLFSEEGSNHKASEIDVFKNFCDFVQDLGTTQGGLVKLYKFITGSDSLTPLGLERVITVHFKHFCMSDCKCRPTAST
CDPSINLPVHYRDMPAFEEVMTSALEEGLGFGLI*                                             
>Adig_5240v122499                                                               
MLEVTVQSHAFNIANYMEAHKIKTVRLYLRSKKISTDSDDELFCSPFDTQDVMPLVGLNEESYLIDSSEDRKNLKEEQDE
AYLVSLLMDQKKQADLERKNEDKKRKERLQRARMDRVLLEPSSDFVTVKIRHPSLGLQSRKFATHTLMSSVYDWAGSLST
EPEHFTLNDPLGIMLPPNSKLCDRCTLTMIESEEGSPSLMASDDQIAFLGSHTCTSATEDNPAQPQSPSMSHASAIQDNP
AQPQSPSVRLIRIRRVQVMSDMIEVFKDPSIMAAQLTVKMVNAHGQEEAGTDENGVFRDALSAFWTTFENSCTVGEDERI
PVIRYDFQAPEWEAIARLLVKGFRQLTFFPVNLNRAFLIATIFGEREVTEQVLLDSFLAYLSRDERALVVDALNGTLEDE
HIDEWLDFLDRFGCKRVPKPEQCRDTILEIAHKEQIQACQYIIDCWHEPLCSLKTAAFNITELGNLLNRAIPTNKKVIDL
LEVIPEPQNNAQRDAISYLKRYLRGLDSERLRKVLRFLTGANIICVDKIKVTFTNLDGFERRPIAHTCAPALELPSTYQN
FADLRQEMNSIIDSEFWEMNIA*                                                         
>Adig_5264v122519                                                               
MDDVLSSHGVAATRPPKLPISHSKRHSLQSTESIAKFHKLKKHSSQPKLRKDLLSGSLTSLNFDSSKKYSSLAQISSLKA
SAKTLSASNLAAISDSNLSLKEAVPMRGYDEPNSSFSEIKEHFEDLVKCYYYQLTKGCGKRDCKNKFCFSSQDGIRLAPD
VAGVMSIELATRSKQFVCISQSVKHGPLPSNLFYKEPNQRRPFLHCMFSTSPFKTLFQPSPLRKKSLSSHSHLQLLNEDK
QKILGNHATGLSSTLISENAVNNVEGCGTRATNLPLPLEVKDEPKRHVFALDSEFSKLNLSGNLMNDHSLMGMPAELLNS
NSSLNDITDLEEFEKECALEMSSGHMIHEFSLTHLTLPMLESSVKNYKQCKDPAFLMNTIRTVFTSSQALNDSFRCSKVG
TCDSLDVPAIRKAYKLLLNLEPRDIFSKALFNALEIHLASLCSVVVNPDEVAQLVILLENPLVQGSQPILRKLCQVLSGL
PKDSQQAMIGLLSSYDRDSFKHLVQVFEIHLSSIISPGQCSEPHLLETCQTLALLHDSCCHVNKYKEEQFIPLSDFYSED
LSLKMDFKKEYEHWRFSKNTEGLKSQKTSLLDYPFLFDPTSKVRVLKIDAVSQMRVEYQNAIVHQARVQQAQRIREEVQK
NQDDLEDAVKSAMCPFLVLEVRRDRLIEDTLNQIHLKEFDLKKPLKIKYVGGGEQGLDMGGLQKEFFHMIVEAVFDPGYG
MFTFIEESRSVWLNSSSLEAEKEFELVGVLLGLAIYNGVILDVRFPSVIYKKLQKEKLNLQDLMIVQPSLAKSLNQLLLF
SGDVENTFCYTFQVSSNEFGKLQSVELVPNGKNIPVTNKNREQFVSLYLDHLLVKSVERQFAAFSRGFHKVCGGEALTLF
RPDELELLICGCPVFDFGELELAATYEDGYTHSHPTIRTLWRVVNEMTVEQKKAFLMFVTGSDRVPLKGLVNLTFIVQRH
GEDSDRLPSALTCFNRLLLPEYRNGEKLKERLIVAIENCKGFGLT*                                  
>Adig_5589v122787                                                               
MNHHPLSRRYIGEGGRIPIVSSRRESLTEEDSLISKLCSRLLLYPEIATAKNRECETALAFLVINSRWINLTASQKLQLT
KYRNILLGHEATIPARREVQAQSEVVQPPEDDEMMTEINITGVGDPGMLENNLLAQLDDISSSFRSIVDTLTALERQYPS
AQDQQAAEVEDNGATTPDLISFSSNSGRVSDEVGRESLPVLIQLTQNWHSVASTVLGYCPIDVQMTEEPRGSSKSYHQAP
ARFSPSESCSLDSFVLELLTHADEAALVSFVETIIKEMNKHSEELTLDAVVRCGELSDALDPKDAPLVVGIRFLRSVIRQ
LAVHLSRSGLSYVDLRTRLGSRPSPRSGRNSQSDNLEFKRKVRLILRSFSWLAVYELVQAAEASVLPVRGGVAKPQARST
GSSISNNMPNANGGLYPGRFRCRPGIRVSGPHDSASNSQVPLLRTAQRIQQTNATQSTSTFRGIRLANTDGTRSITNMNT
IANSVEGSPFEIKSSVNESSALFDSDSDSEDEILRMTGLDMNADCDMEIDESDTRSVSMATGITHDHPYAWALDGRVAGV
NEGNSLPGHIHSRRQKMFTAIGRFIGLSLWFSNTVPLNFSRHVVKFLLEREVTWEDLAFFNADLFEGLSRMILDGAHPMM
TSERFQATYCCHFETSVGGTTEELVPGGSQIPVTPENICKYVRLYATKVMIGCVEAELRAMRSGLHDIVPVELLSSLTPE
DFQLLLSGGTTDVDINRLRSVISFSNSNGCSSDILNRFKRWFWSIVQKMTPLQRQQLLYFCTGSAVLPAVSDRRDPDQDL
SITVEVISGNTKALPMATTCGQRMSIPLYPSKKVLKRKLLQAIQCQSYGLG*                            
>Adig_5915v123044                                                               
SDVPQRDEKRALKEAGLGEKKIIFNNKNGQFEHVKSTLEDHFPKVKDVQGAFEILRASGARRRLEVIAMPPLGYTVPYLR
EALGQAIAYLRPVQRCLDMTPITQPSPPLDMSGAPSVPCVNCGKHVAISQLRIHEDGCSGGPSTASPTPLALEKESSNVA
KLKELFPGEQFSVLQATLSTFAGDINKAAAHLAGCGEDDDNVGDLPPVLESRDDEGIELTSLNYKFDESSANDVMRIYKE
KKQQGTEFIEVNRMQLSLLRQIMRIYKSPRFQLAKSLDVNFYHEQCADMGGPTKEFFHDAIASFTHVDPAFNIQLFGGQK
GHLIPFYGVDAISSGCFEIAGKVVAHSILHDGPGFVGLAPSLVEYLATGSVDAARGIVSLNDIADLDLKQLIEEEILHKE
VKDMSAIAKDRVEEVMVRHGLTDVPITDLNKEKAVNDLMVAEVLITRTLALDTFFRGLNCLGLGDLLRKYPIIKDIVFPS



PDKVEIDPETLKSKFVQAKGQTAENCKEDEQSWNWFLQFVEEAGNCEDESAGRPLITSLVLFITGSTIIDPQESFEVVFQ
TNTKKKLLEADTCFNRVLIPTSHKSYEEFADACKLSVMAGATGYGRF*                                
>Adig_7425v124194                                                               
MPSSSAFGVVRSYLPGAWRCTGRNNEEMVDKFVQTGVITTKEVEDAFRAVPRGAFVPHDLHLEAYLDSPLRGEPHVHLSA
PHMYATVLEALKLSPGLSFLNIGSGTGYFSCAAGYILQAQGINHGIELHEDLVQFAEERVQEYLQFCPVMAQDICQPKFL
AGNCFRLDPSLCSYDRVYCGAACPISKVAFIVAFTKVGGFAIIPCRNRLLKIERVSATGIKQTCISDVCFASLILLPESE
SSLPKLSFPEESPRKKEKTVQVYPPDNMVVSRGQARSLLARLRGLQEASECLYTSRPIPVAFCYVPSLHQMERYLNKNMK
TLQQSSSVITSPVDQKICFFGPEDACKETGSCNSYEISPDKSIWRHLQEDKLWLTVLEYYYSLCNVSPEKRRQAMNVYIR
KRNKHHSGRKESKKYPSYAELSRKLGIVKENQIDSKENQEKQGNSAIGRVHVSCPLSTMSSDSHASETDKEVDFGRSPVS
DSLSNTTESRYSNPPNMNHSQADLTLSSGDQMAQSSPQTLSSETDTEGNYSNKYQAKCKGSSEKYTNIPVAMDTNLMERL
SLSPTSGWNISDDVSLVNYLSEKSSQGRSKVCFNAEYALNELFSENVLTRSRLSSYSFESLAYRSIVLGRIAQVLDSALH
LVTGPSVLEEQNLCPNKYGLESFTESSFISSCQSLDVGETSDPFPRLTDEEVTTSQQNAVDDPVKDEKNHCFGRAHAKRT
KSSLASLEKLQEQLKAVRRKIFLTEEQKQILHGMQGKTVVSHEAVLELAVADVKMQRSEMLLKQHKQENHKSHVTALLKK
LKEEEKFLTKKLESVTELSKVKSFDSFKRNRFAGAGESIQQLTALPGKLSSYPMNNLECGGIPVQFSLASLLPRIRFLLP
LCSQRWRLVHELLHATELCAPDFMPVIAVDRRVPLIDRHGNTRNSVFLQIIRELKREKLHFRWNKWKYDQWWEVKFVGEG
IIDQGGGFRDSLAEISDELCPIDDNIPEILPYFIKTPNHKEKMGDFLDCFMPNPGCNDLQMYQWIGVLMGGAFRSDESIT
LSLPPFVWKLLVGEEVTWAKDYVAIDEAAVKVTDELEVQDKESYQSNYGNACTFSTVLSDGRRVELLPGGEGKVVKPEER
QEYASLVRRSRMTEFTKQVQAMKQGLMTVVPEQALSLLTWRNLEHGVCGDRDISLAHLKGACKYGDNLTESCESVKHLWT
VLSQFTSIERSRFLRFVTGRRRPPAPFTVAKAGRDKDGLPHASTCASTLFLPEYSSADMAKEKLSQTRVG*         
>Adig_8192v105122                                                               
MASSSKRVRVEESDSDDWEKSVDLLEETTGDEEWGFSLQYEGSETEGEETAGESDPPVPQSDLPLPDPGQSTSTAASGSI
GTASFYGGAAAARPHPRAQPGPAAPTFPVPVRGRARGRGGRGQARGAGRERGRARGQRPGGGLGAAVNVHVHDILDDLDP
GNPHLPFTPRHDAGINFGRPLPDGSWQEVTPDEIKKMIALLIYFGLIRVGQSVEWYWSTATLLHSLWARTFMTRNRLTAL
MAMLHVVDPGSEVEGDKLRKINPLIDFFKNRYQEFYQPWQNVAVDEQMVKSRHRSGIRQFNKDKPTRWGIKLWVLADSSN
GYTVDFDVYFGKIEGQNVSAKGLGTCLLVVFVPQAPSETHGEIFRKISRTANSGPKARVGEVKDGEGTVHAWQYNAKRKN
MYTLAGKFLAVSLCNGGGACGCLAKCMFRFIAYGDKAAKPTMDDIHESKTKDFLFKILESKDEVSFDALITSDFTFDCLS
QAGWTNVPRFENKVKLVGDLCQFFVIDKVRSVVEQFKRGLSTLNILSFITAHPRELETAFCYNPKTLTAMEVDTLFIPCF
EEEGTHLRDKQEIMMMNWRDYLQDCEARQASATLEEVMIFATGESQIPAIHTYNSFP*                      
>Adig_8845v100485                                                               
MDVIKVLEFLQTVTADETSIQGYLIEFLQTASKETLTQFLVFTTGTPRLPNFGLGNIEVKFDNVTSIFASTCLMAITFPQ
AFSNQETFSSSLEAVLTSKTKSFNCV*                                                     
>Adig_9274v106182                                                               
MKDDSKQEKTEIQSIHPTALIRHSCVCLLQALAIGCGLHANSLQIESVRTVSGLLHNLLDAGTVGQVGTIEMAQQHRDWA
KLSFIRGIAASRVMCCALSTPQWVSLLLRVVKGSLPDDDLVPPTVSASQLPRQLRSIVTMVTDVKPVKKEPVIQDSEEVK
EEIAYQGPVMAVLAVIGGIDSRPRLGGLVQLKEWGLGTVCRIAPNGKVTVQCGGQQKAKICSISQVKPVPVVPFSVDNLP
MSDASLGIWASLVRLAGTGTKSDEKDKENFQLSSVPGEERVESLDRDGLHDLNVQGDWQKKNGTYWVRYVHVELLGHDSY
ARRELIKVGDRVRVKPSVTTPKYKWGSVNHASVGTVVSISPNGKDVKVDFPQQTNWTGLITEMEVVPATHPRTRCDGCHM
SPIEGPRFKCKTCPDFNYCETCFRLRRSHRHSFHRFEEPSSIPLNAGKAGRSKKKITSGGIGGLVHIVKEWDRVVKSLMV
SSRENQAERLIDGTESYWQSAGSQGKHWIRIELNPDLLIQRLTMTVDPSDSSYMPSVVVLSAGDSIQTLKEIKTVHISAT
DSVVTLMEDAHEDYRFLEIGIRQCKSSGIDCKIHGISVTARSKGEEDDKAASFSFLALDEEDEAARQRRALRRKSSSTET
TPEGQVKVLVWGLNDKDQLGGLKGSKIKMPTVSDVLSALKVQQVCGGSKSLFAVTIEGRVLACGESTNGRLGLGPLSGNV
VMPRQIEALSHFVVKKVAVHSGGRHAMAITSDGKMFSWGEGEDGKLGHGNKLIKLVRALCDHHVIDVACGSRDAQTLALT
SDGCVWSWGDGDFGKLGRGGSEGCSVPHLVEKLKDLNVYFKLETLGASAQIPRLASSLAACAQLNMLSAGQRTWALYRLR
KLIMSEVGLAIDVPSLFGLHPIPGNQRISTAIASSSLGKLIRGLPDTLRRQYEYEEQLVRGGKHLFHSDFFKVLVAFACD
LTLDCLPCCTDGHEWAWFRRFCMASRVARSLELRTPLPPDFCTEVQDKISEMVRDSEQCSEAYTDHAVFRREHDEQLLLW
LNHGDAQTLCLTDNDCVWSWGDGDYGKLGRGGSDGCKVPMKVDSLLRAGVCKVECGSQFSVALTKSGAVYTWGKGDYYRL
GHGSDDHVRRPKRVVALQNKKVVAIATGSLHCVACTDTGEVYTWGDNDEGQLGDGSTSAIQRPRLVTALQGKKTNRVACG
SAHTIAWSTTKPSSAGRLPREVPMELNHLQHIPMGSLRNRLMLLHHFSELVCSSLPLFDLQPRSREHVGMSLRVTDLAEI
DKDYVPGLMCIRDMEREAFEAVEMPFSTPSASGHEVQLHNKIKEITLDNREEYVRLALHYRLREFDVQVSAVREGMARVI
PVPLLSLFTGPELETMVCGSPDIPLDLLKSVVTYKGVDATAPLVRWFWETLESFSNAERSLFLRFVWGRTRLPRTIVDFR
GRDFVFQVLDKYSPPDHYLPESYTCFFLLKMPRYSCQRVLCEKLKYAIHFCKSIDSDDYARIDLTGEQAEEYDTDIESF*
>Adig_10011v100577                                                              
MTSRKLHMLDHFDGLWSKEDVETLVTRQGVVCLHRRLVSNKEGLPIPHTLLELRSPNLPEYERGLTNVSFEEQDEFLNEI
LYSQLLLARSVCTDSPFYCTLRPRLEVLQRIFCALCNKFHNSSTLKPTCSKNAIRNGSASSTQGKTTPKEKDGASVLVEM
GVRTGLSLLFALFRQSWQFSDGQLCNDVLMTACDVLTSIPPLSLAKKSKIPPMGEDCLIQISAFLKGVMSPKSSADAIGR
QLACELLLRLHTQRGSLKFLLEWIEIALSVSHSQEKSEKHTGLGISSTCLNEVLAEIRDFTDCSASNSPSSSPRKNDSPS
LSSQSVLGPPSLYTGLLSLPTAAIHLLREIVRLSGEYKAFCLKSGLGPLNGSKPASNDEVFVWGSNSSHQLAEGSTDKIL
SAKLSATFGSAQQAEAGQYCTFIISGERTLHACGKGSYGRLGLGDSVNQQQLKRVGIDAECGVKHVSSSKGSDGHTLAVT
VDGQVYSWGDGGTCLCNTGRYFLVKGVGGRQAASKVVCLVTAGYRHSAAVTEDGDLYTWGEGDYGRLGCGDNNSRNVPTL
VKDVSNVGHVACGSSHTLCTSKDGRTVWSFGSGDNGKLGHGDTNRVYKPKVIEGLQGLVIKKVCCGSQFSLALTSTGLVF
AWGCGPCLGIGSVDATSARPRLIEELQSIRVIDVAAGDSHCLALSHDFHVYAWGNNSMGQCGQGHCNTPITKPTKVVGLD
GVNVHQIVAGTSHSLAWTALPSERRLISWQRPYCVDLGESTFGVLKTFLESNMLGILQEELTAPFDNTSECRQFMLLCLE



LLTDHLSLASAAGASIGVLGQHAQSLRQLLFRLLDATVSDDLKEFSAAVNEALSVGASLLLPPLPEQMEVLHSLLPQDPE
KWDSLTVGEHKQLSIILMSLQDDRHVATLLGFSCANRANEDLSESQAESGKISSICKTTDTLLKTLLGNLSFQVEKAFAD
IESDFSEKNDVISGSKSMSQGNSHFVYLRQLFLSFLKHLLAHCHSPESVNDNACKVLQSHVLLLFPCAGEVMDQAHRLLT
QYTGSVAHQIREKLQDVLYQSPAGSILSILVHSLLIMPPDIIKPLLPSFLALLPSIEKLNQVLPAAALLEEQELEWPVKG
TPSKIDPTALPLSKPADSWVWLVDLERALALLIGQTLGALLAGPPVSREEKDCEKWLNSPLLGNGLEERNPEREKAMVVS
LSSLMNDSVPDKVDVRKYNLPIDTLLLLDLAHGPELDVVKNMWNRLQNHARQRDWDTSEVVNIPLLETVTRFTFACILKH
SGLLPAALKNLRSKEVVEVFRSTYSVRQQLISLKEEPAKISTTTEPCTNEQFDSADVEEESRFAPSQAQIPDCNGFSDHV
FVDSCKAVLQRCIFLLLGVQTSFPVNQENLDFLQSLNKTPSNTSLSGDVGSGSQRPSNIAADTPSSSSLSSQDEDSSEGQ
PAEGHPLKVDSVTGVLRHMRLVRGKTSSHFKVSKAHGKHSAMKMMAVNVVSFIAEGMQGSDAHMEGTHFQFSSSPPAVAA
AMGNQHIRAQSLMENTNKLIHSMATESTSEVSVSQKRCELSQDLKQTEAALCYFITFLRRVAVTKVAQNKLVSSSWIDLF
MDIVSFTSNGEECTQFGLRTRVLTLHLLTFVLPACEDGPLIETITKQLFQNIGDYTWNVSNFPSLLHGECQKWVEGSVHQ
FPVNGVVFDVDKLQACSIDDGVTVVHSNARRGYGLADIGMKSGCYEWKFYIDKENRGNEGTCVGVARYPLQDDNHRSSTD
MWLYRAYSGNLYHGGERSLTMCGFTQSDSITCVLDMDAKTLSFGKNGEEPRVAFEGIDASELYPCVLFYSTVFGEKVTIK
DVLMKGAPKDLLPGDPVCAPVRTVLAESTVALLRSLSVHPLWRNHIANVVTTNLQEIKNLPQLSVSQQHELKEGNIQSRY
GESSEVKIQESYDLILHNTVFSYHVWPALAVIGGLDSGLRMGGRCRDKLSSRHGTVLGVSKRGSKSVKVQWDDGDNMHSD
TLYSAIVPLEPARFDASLLAEIPYSSLRDLLVLSGLQPIESEKTFCEDSIGGNNTSVADFSVKDKNVTASSEAALGRCFK
RPTGRENDQVIGSEPTDNEMSDFSRSFQDCVPKKKGGSDTIQPRSFHSLTTENSCQPDATKFIEPVLKMAALKSLSVLLG
SNTLLRTLTADVYNENSLPDEDLSQQRLNCVRTLLKSMVSHTVVPSPFRRIVTLMDLERAQNVLTRQLPSRNSSKQSTIS
SKASSEVSTPSQEGKDSPEDQNALCSPTYTPLENCSRSSSSDSMGPPPNQISGSDDVAPAPGEEHPPERRFSQILIDELS
SELPAPTAIADAGTSAPEPPERLSSRPASPPTTLPKALREIAALSSLPGYAQPLLEMGFSRRHVIQAMMATGSRETANAR
RINMLATWLLEHPVSDDGDDEQSGGEVDSHNEEAGVPHTAASVQRLVTDDNRPARSVRAVRDDDFENVDMDLEDSDFEPG
ADTELLGLFFPELASHSSHISPARCDICQTVVQNLSRHMRNCHPGCGGNCSRHGYRSDGVYTDGWFGGTCGTGYPYYLLC
PECHSRHTAKAAEARTVAALKGSNVSVIDARMLLEAPDLLGPYEPYETNIEDDTCLGECAQLNSQDIEVDEVACLGLTEC
KPVPNPVEFAVNDPLGRGAINTNTTYVTDTTPVGPYSSERGMKPLGEQAAVITSTRDRMLALQRTAKAAQILLSREVVLK
VLSVLCKGLSTGAISRGLEVIGLGDVKLLVNLMRLVASGRAHVQTSTLSDGLVPNSVSCTLKVLGQTVTSLINSQPSSAQ
LLLHLCVTDLMFSATGNRRKMNGTDNGDTSHSMSDHKALGIPSFTVTQTLVNLLAEKGGNCLSGGPGSLLLVNALSACCL
STWLSASHREWSMIELVKTLAGKTKGKMKDQTQDARISADLQGDIPCCSINRFKVHKNQVTSCVWNPSKQFLATSGMGDV
IHVWNLSSKSHNILQQTCAFLLSNHEGAEKKCTGEASTREALHHVCFNANGRLLAGAVNNVVNVWTVADGRCNLDIQPHH
ITCMTWPMSRGFLNCQVGIVDSLLVGRINGSLAVVEMIDRNSHTRLEVDHCSRHGVPVCQVAWYDDSNSFVAGFMDGVLC
LATKHQENQIKIVEAHSGLITGLQFDPKGEAFASCAESECVKIWYEVDDAVLLRHCVQLKSSAISCFEWSNNSRTQDTTS
LLAIGDSTGLISVWQVPLEPDKENLRKIVKAFSEKQGNTTSSVECRIAALESAAFMALSTSEDVDQSGNALKPCTVYSFD
DVLKASGRSNQNECRNLSLKLEARGHSGLVSSLSFNANGKFLATGCSDGLINIWSIEHGVVAQTYQQYGPLLSLVWAGEQ
GVAAAFKADNDVVLLQFNDEWYEKNRLVVWAREKLRQLGITGLNKARYFCRLLERLPTLVQVQYSYETTQINQGNQLVHS
QFLQSLCSLAVGLDIDKMLSDRPKKHDSSLSLNSDGTVVPEWDWLRDFALAVRTADAFTYRMPFPEEFSVPEDETLDNEI
AYQPMDNSSWTFSMDKDVMQWAQQHPEDWSGGDQYEVFLWGGGRHGQLAEAGKGVNVPTLVNSFSHAQQIVCGQNCTFVL
LANGTVQACGEGSYGRLGMGNSDDLFSLNVLSTLQGYVVIQLATSCGSDGHSLALTESGEVFSWGDGDYGKLGHGNCDRQ
RRPRQIEALRGEDVSFLACGFKHSAVVTSDGKLFTFGNGDYGRLGHGNTTNKKLPERVMALDKKLVAQVSCGLNHTLALS
ADGNTVWAFGDGDYGKLGIDSTTAKPSPRPVDTFTDVGVKRVCCGTQFSAVLTKDGRLFTFGQERLTGQPEGRHRSQNKP
LQVPALASHFVEEVTVGAEHVLVLTSSGEVWGWGNNAEGQLGLGNNTTQRQPVILPSLRGKNIRQLSAGRNHSAAWTASV
PPARIPGTPQPLQLGHPTAIPAQFPSIKEVDTRAVRARLRVLYHFSDLISSSWRLINLKPLETESHPFNTGTTGFVNAHL
RPLLANRVSILPIVRALGRTMIQGKNYGPQVTVSRLNVRGKKTLPIVCQIARQVVKLNPSDLCLPSRAWKVKLLGEGADD
AGGVFDDTITEMCQELHSDAVKLLIPTPNSLTEVGYNRDRFLLNPSCTCDNDMEMFMFLGILMGVAIRTRKPLDLHLAPM
VWKQLINASLAPEDIEEVDVLYMQSLRGIRDIHESGVDERSFSEIIPIESFETQSADGSFVPIFPSGHDIQLTFSNRAEY
VEKALNYRLHEMDRQVAAIRGGMGWVVPVPLLSLLTAEKLEQMVCGSEKVSIDMLKKVARYREVEPSDPLVMWLWSVLES
FTNEERILFMRFVSGRSRLPTNASDISQRFQIVKVDREANSLPTAQTCFFQLRLPSYSSPETLAERLRYAINNCRSIDLD
NYMLIRNAVEEDVDDDEEF*                                                            
>Adig_10496v107311                                                              
MSGGGAKNSSARLLPPIKNPLFNPNEDSDEVRVTSVLQNGHSDRPRQGRRLGGLANLFSSRHRNSFSPNSAGGEEREPET
SGESSNAVSHSKPTARTAQVGNRKTLLTDPETEEVSGSSNVKPTNSRVTNNRFSRNLSNNKTEADGEVLVEERNSPSDRE
NRKRISSSKQGSKITISEPKKTGLLRRDKEKRGLLVKQDSEDSGKFLSTDPQHERLHSAPSSDSEVVVHRNNRSKKEEKK
KAEVVKYEDAMSLRNEWREAMASGEYRSLLGFLTSTFDTFSEMVSIFKKKDDFDPEELGESGIDHDFVRITYDIVLSLPQ
DIQKNVLKSVINSLLQDIKRQRTKTDLRAYTILLQVTLVICQTKVNTFKAVITRVQQFISVRLFPSKTNELPPDEKCTWW
IPSAVKVLALLNASNWLFIPPLVNHTFFYNHSLDHIDLLSEYYSWQNPGANSNKFSFCQYPFTLSLAAKRFIMQKDSESQ
MIVMARKSLVAKVQRREIPDMGMLFLNIKVRRSHLIHDSLNEISRKQRDLKKKLKVTFTGEPGLDMGGLTKEWFLLLVRK
IFRPEYGMFTYDEKSRTYWFSKNCMDNDSEFNLVGVLMGLAVYNSIILDIRFPPCCYKKLLSPAVVPFHDPHATVGLAAL
GLQDLIEAMPDLGRGLKELLEYDGDVKEDLCQTFQISYTVFGEVVTHSLKPKGDKIPVTEQNREEYVNLYVDYLLNKSIY
QQFASFYHGFHSVCASNALIMLRPEEVEMLVCGNPELDMDALRKVTVYDGYTKNDSAIRYFWDVVMSFSMELKKKLLLFA
TGSDRVPIGGMGEMEFKIIRMEVAHSTSMAWATSVKCEFDLGNPVVCISLRSSSR*                        
>Adig_10889v107680                                                              
MRQNKVSVLELGPGTEYNYSVVKKMAGQGLLYVKKKEGFKCVYGESSDDSDEILLVSPFSSVKNSDGTDKTELILAPLKH
TIVQTDEIETTNEPGESDMPVNTGTKVNPYDCLIDEISAKDFIDPVEILKFLQVRLVKGKELDVVDEGNVPDLEDSKNCT
NYICVDRENVLQTTFAELESIADFCMTFEVDFIGEIAKDYGGPHKEWICLVNSAMREKYFDKGLREFLADDYYYIGVMMG



IALLQNGQLPTILPLDIIDSLIQPSTSICVANLQKGLNKFGLKRIFQSKSILLHLLRPSNTCLTARIFIQLFNLVFPPEG
STAYSKEKEVYGLFVKYIRQVASGRPPPVTLSSILIFVTGAAEEPLLGFTKQPTITFVNGHANDQASGCNEFFFIPTAHT
CSNNLVLPRGPLLGAL*                                                               
>Adig_12198v108889                                                              
MQDFDENGLLYWLGTNGKSMPDWVNPGSVGIVAISTSESRGLPYGKIEDILSRETAALNCHTNDDNRSVTAAEKLTKSLK
PCWSLCPGKAAREVEAALRRQRRLIRSQMLKHLSVGSKVVRGVDWKWKDQDGCPPGSSTSDISSASSEPRLFLTLRGPAS
MTHPEVEINLDEPKATIFSYVQKVALAAGISKNERVRRIWEPTYTIAYREVSESDMESQWGSKESTETTVCWTVSYVERY
VGTEKLPKADVISFLQRNCDPAFLRKWKLTGYSKSIRKNRNCAQLVAAYKEYCDSLDSTPPSSPPPETPEGGQEVKQEAT
KKEKSAGDPVAVPTVSTDISAVEDILQLLKVLYSISTTSAFDFGEGGEEKYGFIVDSEDFTSKKLSTKLLQQIQDPLVLS
SNALPTWSEVLTSTYPFLFPFEARQLYFSCTAFGSSRXXXXXXXXXXSIVWLQNKRDVALERSRPPSHRREDQHEFRVGR
LKHERVKVPRGDELLDWAMNVLRFHAERKSVLEVEFEDEEGTGLGPSLEFYALVAAELQRKSLGMWICDDVIVDETAREV
DIGHGIRPRGYYVQRAGGLFPAPLPQDAPDTERVAKLFYVFGIFLAKSLQDSRLVDIPLSLSFLKMLCWRGFPSTTNGLV
SHSRSSILKVIDDASCVFEDCDETLDTTNELDQPQPSFEDNENAINKLDWESSKERELIEEEEELSKEENSELSKTKESV
EELPSSPLPPCWFAGILDDSDMEIVDPHRAAFLKQLQDLVARKSDIVNDDSLSADEKKARISELKLKTAHGAECSVDDLG
LTFQFSPSSKVYGFSEVDLSHTGGEKMLTIENAEEYIQLVKQFCLYTGVQQQLDAFRDGFCAVFPMEKLCPFTPDELQLM
LSGEQVPQWTREDIMNYTEPKFGYTRETPGFQRFVNVLVNMSGDERKAFLQFTTGCSSLPPGGLANLHPRLTVVRKESEG
DGSFPSVNTCVHYLKLPEYSSEEVMREKLLAATKEKGFHLN*                                      
>Adig_14070v110636                                                              
LSKATTDEQLRAELTCDEVLDVLEKVGYSGIPQKETVAGIQPVIQSICIEDQLSQCLPQLVQIESALCECGILGHMRRDK
ELWKLVFVNGNCFTIAADEFLDQITVNFSESQLRRDAEFDTYKFFSDVIETIDNGGIEGVTLTDFVKWMTGSSQIPPLGF
PKKFTLEFLHGCLQGCCCRPTASTCDITIKIPVHISDERTMKEMITSAVKDSYGFGMI*                     
>Adig_14215v110766                                                              
MLCLRYRIIGLCLLQNELCPVNLNRHVIKYILSRRSLRSGVLDVVPQSAFDNLTAEDFRLLLNGCGKVNVQQLMSYTSFN
DETGGAGADKLLKFKKWFWSIVEKMSNTDRQDLQTTSCHQDKNIWIRVDVLRLSGL*                       
>Adig_14349v110889                                                              
MFTNSDSKKNKDFFGKVKAARQQRAEEKEREKAAIFIQAWVRKCLCISRLRSEIRKEFDIFIEKSVTKKPSGTDVFHLAR
KFLFIFHIKDDEKRFESFCRLILNSMEPTQSDLKLCYISVVLSQDLVLLWLQQLKHILLICCKLLCNLKPNVSIEAKKIS
VYLNMLIIFTDCSNWKVFSIKGGEALRPSLQQLCANVLGYLNTKGLYPSLKDLLMSGLACSEPSLKSASFMAIITLSLRP
LILSKFSDNLCSLFVLNILSVPGLLLHLSVIAPDGLKPLKAHCIYQKVLSFLKKEQSSRIVLNSLECSYSLCLLGNVLEL
SQLEQEVFKQTVPDFIEIVTKLLHYCHSYVAKKQSNLTNWHPVLGWFKQPSDERTEEKAFISLCGLISIPGADASIDCNK
KPWSRLARTRFRSAVSTLSSSQSQLILKACVMYQSVLSTFSQIKLDILTGLSYHEGFVVHLWKFFDSCTPDDSAEARVSS
LQKTGLFNNYELQAALILFCDCCSHLIPIVDDNEMYDQQKPFHLDELVKISAFLNNLVFKMLWNEMENEATEQLLNSSHT
LLMILYDRDCRRSFSSPQHWLVRSVKTASFISELEKRKKGALLVIEKIPHVLPHRERVQLFRKLVARDKEDLGITRPTDE
FVPHGTLITVQRSRLLEDGYEQLSLLPVHTFKGLIRVRFINEQGLSEAGIDQDGVFKEFLEEVVKKGFDPSLGLFKMTSG
DEERLYPSSTSFIHSNHLKLFEFLGKMLGKSLYEGLVMEVPFAPFFLNHVLRHQHSSLYSSIDELPSLDHSLYKSLSFIK
HYDGDVRDLELTFSFDEDVLGKVVTHPLMPGGNAIQFVTSCSKPPLLGFAHLEPPFSVRCVECTDDEDEGDSVGSVFRGF
FSIGRRRDPVSRLPTSSTCFNLLKLPNYRRKNTLKEKLRYAINANAGFELS*                            
>Adig_15110v111586                                                              
MADITVIDVVDFLRQRAVEENVLDEFQKQKIDGLALTSMTDRHFDQLGLVRMGDRLALRAFCNPKKDDNFDDKVERLKEA
LNGWGKRQGDHSVAVGVTGRNNRSLKPTLKVEFGWKHFISGKYMQVKKSKGGGTRSVDMNRNADYDVCLQKAQELFFPKQ
TSQFGKLTDMTDCHLANYNGEKITNERFTVASYKQETGMSLPRLYFVTKKAKRGKSSPYLLGKMTGKDKESVLQLCKLAN
TFIKKMYTFLSVEEIYKLQEDDCDQCDLSSLIATDESLIQARVAWCSNRMSKLEEPPLTEPHIMSVLLPTKFIRSTQSRT
FKQTAVVKDLYSWIGTFHSVPAHFSIVSDKGRILKDLSQPLCQIASLIGIFDPDALSDKDLIYSFLSFLTEGERAAAEKA
MEKSKVSVDDILVDILSRYNVRQIPTVRSEFHSLFVRIAKCEFVTKPSVLMAAFKRGLEKAHPAIWKAINASDIRTLYVR
LYPTAEKLVELLEPSDEYMPLNFRRDRVFEFLRRYVRSLSKEKVPSFLQFVTGTSLVLVPHITVAFTDLSGIQRRPIVHT
CTSRVDVSTEYESFAAFCREFDTVICKEECFRYNSV*                                           
>Adig_17027v100105                                                              
MAVTTRRKELHDKRTTHAWKWFDDRSGRWYNYNVNNNTTIDAAYRSGESGVRFMAGRRRYSVNFATMVQKEDRPVIQHLN
DEQKSLIVRCCTGFIGIPVSPNTLQAVLKLCLRLTQEHKLAVQFVDQGGARALLVLTQDSAVSGFTTLATLLLRHVLEDE
ENLKHTMEKVVRSAATSCAGGGNNTGHSRLQSIFTLVQHMIDTGPYSPQPTVSQPNSIMKLLLKKGLVNDLARVPHSLDL
ASPNFVATINCVLKPLEKLSGVVNQPSAGGPFSAPNKERPAGSEQQTTAEQGTTTSGERSLQPASAVQTSSEVDQRETAT
NQQSTERSSEQDVESNILAEHVISRHMADGRMVDDATYVIDPISSDSSDSSDDGSGGEDVGEESEDDGGDIQGDNDNETM
VVTFEDSVGQGNAHXXXXXXXXXXXXXXXXXXXXXXXXLDGVAGQEGAVGLRQDGVMESSGGVDVMXXXXXXXXXXXXND
EDDHDEEDDEGGSDMDEEGADIIDEDSLRIYEEEDLYLPFDEGSGRHLEWDILSAAALEASGQNTNVGPPQLEGSNDAHV
STSEEDRTGRDAGHVENDGSPMALGDEGTGAAARSDAAQNTSIAGAPQQTTAVTSDGDSAVPSTAPDSEQPGTSGEASAL
TIDGIPIPDGVDPSFLEALPEAIRREVLAEQLGLHPPSSSQRIVATNDNEGATDMNVSPEFLAALPPEVQEEVLQQQRIE
QERRRNQTATPEQAVDPGTFLRTLAPSLRQTVLADIDDSLLPLLPTDLASEAQTLRREIEARHHRILQERFTFSGGDRAS
AISALLRHSALSRHGGGSHFSRLLPSGGGLSGRVSGFSNGPPSLPPPSRKIIGRHLLDHEALACLLVLLFVEEPRLNTGR
LHKVLRNLCYHEETRSWLINAMIAILRRTSGQNPDGSCPVTSIETSTRGEHSSSSQSDRTESLCRLDEYLQTQEHCASNS
KASKQHSWLSFGVRTSLGSRTNVFCIKRQGKAGLERSTFVSIHPHASQFVWKHVLDALLFLAKSFPASFTPFTVAKAHPS
CTKDASSSSSETKPPAMHDSTDFWDILLKLDTAGTGRKGKGAAKSSSAHSSLSSGSDSCSEEVRDFAASPIGQLLIALAD
PVVQDSTVVTDKLLRLLSVTSAALPDMPCASSKQAANSDTPTSAVTVPPETLAEAPVSETVTPSLNTLSSVTVTVPGDSV



TTPHLTAHTPSSETESVASSLIVERSSEAGGEPHEVESLDEGSVDESSSHPSETSSQPGVVEPMVVEVTPPPDSQSQSST
ADSTLLTATAATPVFKQQLDEKKAVVMEGHLRLVVDILRQSTVHLADGPFAVLVDHTRVLDFDVKRRFFRQELERLDEGI
RRDDLTIHVRREHVFEDSFRELHRRSSEEMKCRLYVVFEGEEGQDAGGLLREWFMIMAREMFNPNYALFTTSPGDRVTYQ
PNASSNCNSNHLSYFKFVGRIVAKAIYDNKLLDCFFTRSFYKHILGKTVHFTDLESFDYAFYQGLRYLLEHDLSEIDTEL
TFSAEVQVFGLSEVRDLIPNGRHIAVTEENKKEYVKLVCQMKMTGAIRKQIDSFLEGFYEIIPKRLISIFDEQELELLIS
GLPNIDLDDLKANTEYHKYTENSLQIQWFWRALRSFDQADRAKFLQFVTGTSKVPLQGFAALEGMNGFQKFQIHRDDRST
DRLPSAHTCFNQLDLPAYETYDKLRSMLNKAVDECPEGFGLA*                                     
>Adig_17211v113474                                                              
MKPPGRDEREVILSEETELASSYTCGMFSALYKIFSSSVGPAVRHKCVDAILRVLCHAPPDLLGEVLKRHPISSLIGGML
QSSDLRVITNALQMADIVMKKLPDVYHVSFRREGVMHKVRDLANGLLANKPSASEKNCSSENLVNSNHEIEIPAQREAQR
EAQTSLPVTRRLGEVLRRKRYSKRPNRGKAASMAGTSEVHVEVNSHSAGAPSSRTLLQESRASFLSSQSSSKSNCRSAGI
AERPAKLEAAVGNGITENREKILTWIKEQATKFCSEYFDQQKGDSHPALSVLRQLKGASEQLTLVNQTFVPAFKEISDVL
TNEDNSACAFEILHSGIVPNILKYLTSTAADDALPQEKRLRIFFHVFMGLPEEASSAVDLKIGDDPQVAPLNALIQKLHL
CINQLEQLPVKVHDTPGGAVGTRGSQALRFFSSHQIKCLLQRHPDCEGLRQWNRGPVKIDPLALVQAVERYLVVRGYGKK
RESPDDDESEDDGSDDDIDESLATELQGQNNSRHQLEILLGDHLLPYNMTVYQAIKQFGLCDENKDLDDEQGILGRPSIW
VSTHTIWFRPLSQPLKEQEAVNGTSPKCGPASAARPSRKTWKDADFENEASTSHALSTCEPQNFSTSDPSIEVISLMKAL
HVLNSHWTTLYEGQSRRVFLSCNEFINNKLAAKVFRQLQDPITVITGNFPAWIEELPHKCPFLFPFECRQQLFYCTAMDR
DRALSKLQRKRQLEQDPSHTPDSRQLAVESLTLDGMPIEDLGLSFALPGYPEVELKLVIQWTLIFGVKRQLDALREGFNS
VLPLSNLTSFTYSEMEQILCGNLAEKWDIKCLVESCRPDHGYTHDSRAVKELFEILSCYSQEEQRLFLQFVTGSPRLPVG
GLRSLNPPLTIVRKSFEPPLCADSYLPSVMTCVNYLKLPDYSSKEIMASKLKLAAQEGQRSFHLS*              
>Adig_18958v114937                                                              
EEAKQVDENIKKQWLNVWYEAYLLRHAESSQTNGSPLSSGTPPWMITQPLFNFDNTVNGGASKKPSRVYCYISKKHLSIK
EFYIKIIPRRLYGFRVRPSTKIILHPLDLNMEHPTFTVDDGYQSPVTIMCKERNVLVATFSRLLLRKIGGSESFNDKKDF
FYRELVAHHGRKGGEVMLKIDRQKILETSYQATVRTLYSSDWLRLFTIKFKDELG*RPLSKKLKFYDFAGRIVGKCLYES
ALGSSRRLNVKARFSRSFLAQLLGLRVCYKYFESDDKDLYRSKIKYIEETDPEDLALVFAEEEYDRQGRLEKTVDLKPGG
RHIPVTESNKMEYLDLLAQYRLSSSCKQEIEAFAKGLNEFVPEHLLSVFDEYELEIRHLFLESPEAFRVHFGVLANNCVS
EITVPKDVESAHTVDYNLVLGLYTTVNRERGRVFVWNPVTEEVVASLSTTCDGFSGAIFLPGDRVGVSASSTHHGGDMEI
HTLDGKKSRCLKMEGNQLHTTYPGPIALSPRKTLLLADVEDNCREIVEIFGLGAEIFCVLLEIFGELI*           
>Adig_18960v114942                                                              
MLYDLYSLLFPLYFSKDLPCSSTQCPKVECIKCKLQLPVTEVREHQLVCSGAPSSRENLEPLLPEGPGVERCSKQSGKER
PSSVLTENSVGMIEDHCAISSSVITEDLNNSAYALREVCPDATYKQIEQALSHNHGDVNLAAQELLGIPGVRQDDESSDN
DADLLVPVLPTKSTPEKMQPEQMLTPEDALEYFQKVNVRTNEPREHFVVSRMEGSEELKSDLLSLYKDPRKKLRALPKVR
FEGEKGVGVGPIREFFVCALKIPQDGIQGEGRPMLFFEGECDHLLPVHNQIVQQMGIFTCIGRIIGHSILHGGPGLHGLS
PVAKHYWSHGDLRSNPPPMELEDIADFNLREAIQELQQLKADEKISSALRENLDPYMMEAGLQPELLCGGRDVLIQGLLW
YFVIDKRKRELDDIAEGMNAVSLQRFLIEQPSLLKIAFPSHAAMQISASQLLSKVSYDDASKDKNAQARVFFEQYVSEMA
ERNGGGPRLNDLCSFWTGWDSLPPRKEVLVVKFSSDDISKSPTSETCFLSLILPLGHNTYDEFRIAMDAAIKYGCKGFSF
A*                                                                              
>Adig_20156v102121                                                              
MRNDPARRRLARIRCLLESIKCIEQGKPLPLPLCFVPSEVEYTREECKKPTVLSIHRKAQKGAQCLGELPAAANLQICAS
GDEFFNNDGSWIRLCQKTLQKYCTGKQVKEGWVLAVPYDAKSGVGTPYLKPTDVKSLPKEKRKAIKCWQEAVEICYSLRV
SEPPSLERYEDKEAVHQLSSPPPKWCLEADEELAKFIVEHGINHEASLGNISRYVESVQVSSLHCICRQLLIGVDSKDDN
YMPHHVVVKGGDSQQNLKELGEVFIDGNVTGDVCVLKGMTQYYSLIQIRILECKDEGIDTRIHSLKIITESEREPGLNKD
IFSSTDLIRFPKLDGVDPALSYRRAQALLRFTELLDSVLHYLLPSWNYSAGSFKDLEAIRQLLPLSKHRTLLIDKVLRDS
QSSPPPHMPKLFINRRTAAEHRADPAQDPDAKRSIFNQLYEGLKQEKCGIKLDYRWPVRYDQ*DAYVPNPSCKQFGKYEW
IGMVMGACVRSSKEHLVLSLPSFVWRQLVGEKVTWSRDFMTVDLAQVKLLESLESMDKDCFNVKFGGVLTYTTVLSDNTL
VNLVPGGADKFVDYEDRTDYIRLVRNCRMAEGKQQIEAIKRGLLKVLSQAVLDLLTWQELERRVCGDPQLSVEALKRCMQ
YEDISENDKRVKFLWRALENFTNDDRSRFLRFVTGRRRLPAPLYICPGRSSIKMDSLPEAATCSSTLFLPEYSSARVAEE
KIRYAAYNCLAIDTDVSPWEE*                                                          
>Adig_20397v116034                                                              
MPANDVKLLKYRRRSETQPAANIRQAVSEDCLFNNRELEEDRGPGFSMLKLSKTRISVGDSVTVYWDIREQCGADDWIGL
FDLDSPTSLSNYLDSKQRGVTGAKRGAIKWAINRDVTFGEVENKCIFKYVHGKSCSLASPYGRGQLGSLVPEETLLEFSI
TGLQADGLKKSIFGKPSPYVKLSIMPSRRHLRSWKQHHGQIAKTSFQTNTINPNWTSEEFVFLGGAEDLLEIEVRNKFSG
TRPAFSRFLGKLTIPLVDLFRCQRNRPEEFSKVLGRRTPADRVQGTISLVVTVIEPNTRPSVDQAAEQENIAPTIPPGAG
TGATQSNPLSALSNPSLTSSAPNILQPLTLNSIDGVLETAFPVDHTPSPVSPFEPLGQENASSDSSGHCRRRLPMQSRPF
SELYAEDVGHLDSDMGTTEITPNLEEASNENTASEGEASNADNLIEISTLSDLVNCVDTGPANGATDHVNNLPNVVDGSD
SGMLMSTSEPAQNNVESQPMEITGDIDNVEGPGVVTQNPVINDDAGNIGVSVRNSIGSTGTLQEDETQPAMVTTPAGAVQ
PHESQILNSSQQDTSMSLLEFVDHIVGNESAEGSNDNSMIVESAGDAAQVVSTVDAGATNVNLSAQTSAPEVAAVTLPVV
ASEPVCLDAASLQSSSTSTMLIDTPGIVTLTGNNEAHPQRPSRSKRLSRSNSEPRNSHSRRRSERVRNSPGGTNQGEYSP
GLSRPPFVRRITDPVARQINLQPAMMAVNNSNNATLSTQSLSSSGPLSPTESVVMAVPLSPPPQRLTSSGLTSVVVADGI
IEPEAVVTPLVLPNLDSGEESSIFTSAHSTAVAAPVISEVNMATSPRTREVFDFVLISTADEGRQPSSAPSTLQRDVIPA
RATVLANTLQTSPRRSVVQSTPRSHVIHAISVSGAVENSTSASFPRQRSAARVTPLLTNGRQRPGGDSSSSSQARAVNDS
LQSFPSDNSHVVTVMNSSIAQSSSDTSETSSSNTTERGHNSSSSSAASSAITDVVVNPPQRSPQIQPPNVPRGSLSSQSG



QETGVERRPVGTYPHRRGRRSSAQREHSVHVSIQDQQQTARSEQHADPEEPLPSNWERGVDSHGRVYYIDHVNRTTTWVR
PRQNAPESESNMNEINTHWQSLDRRYQSFRRTLRGRSNRNSRVPLPMETNRESQTTAESSGNGTEESGAASPRPSSAGAS
TSSTLPSASTTPIDVASPSPLTASVARAASLMQSPGVKFLTRHDFIDFLKSKGVAGQYYFQSQMLKLIVSKIRSEPSQFD
RVMEENIMSYAPPDVTAQIEEPTPSTTSPTRSQASTGTRTRANTTELPLKGSGADSSSSSSSSSSTSPAPYKRDFEAKVR
SFHRQLYHKGYGQGPNKIKLSVRRDHILEDAYDQIMKEPARALQRNRLEVQFAGEEGLDYGGPAREFFFLLSRQVFNPYY
GLFEYSANDTYTVQVSPVSLYVDNSHEWFRFCGRIIGLVIIHQHLLDAFFTRPFYKALLRSPCDLSDVEAMDSLFHQSMT
WMTENDITGALDLSFTVSEEIFGQVTERELIPGGKEIEVTEQNKQEYVDQMVRWRVERGVAEQTESIVKGFNEVLDPNLI
NLFDARELELVISGTADIDIEDWRKNTEYRSGYHGNHKVIRWFWKGVRSFDNEQRLRLLQFVTGTSSIPYEGFAALRGST
GPRKFCIERWGEFSKLPRAHTCFNRLDLPLYRTYEELLEKLTFAVEESETFAMQ*                         
>Adig_21060v116543                                                              
MSTRNNRLTDGNRGLNHFGVLIAVKRAAGQMIKNYFFQLTDGCGSKECSNEYCASSGRKQTSKDDAATLAFQLFMKKARL
CEPWQQRNQIEVPHFTEKMLLSNLNSCKDKGDFKKLVHSIGDVFSSSKSLNGSFLLENSSKSPHDLTNVDINAVRRCYAA
LFKTGDSSVENSLINSLSALSPTIEMDLRYNSLSSDPNFLNQFVIIMENTMLQSPEYLDQALPSFLKAMALLPVKMQATL
VRIWAQFSSVEIRRMVETVQQLITYQVLTGPSTTSGSPVQDDEVIVAATKAMKLFYCASMLGGTFDEAYGNSQDGANLSK
GPDDPLLKELDIEVLDCRQPLVKFEEFVNEALNDQIELDRDYTYFKSDSQSRFAFLKYNFILSTATKSMGLFYDNRVRMH
SERRLTLLYSLVRGQQPMPYLRLKVRRDHIIEDALVSLEMTSQDNPVDLKKQLYVEFEGEQGIDEGGVSKEFFQLVVEEI
FNPNYAMFTFDEITRYCWFSLTSFESDAQFLLIGLVLGLAIYNNVILDVGFPMVVYRKLFGRRGTFADLKDSHRVLASGL
QNLLDYDGDVENDMMCTFRIGYTDMFGSSFSKELKENGANIAVTKENRREFVELYADFILNTSVERQFKAFKRGFDMVVE
DSPLKSFFRPDEVELLVSGCQDFDFDALEKSAEYDNGLSRSSTLIRWFWDVVRSFTMDQKKQLLMFTTGSYRIPVGGLSK
LKLIIAKNGPDSDR*                                                                 
>Adig_21919v100192                                                              
MFCWGKIDDEPWLAPKNVEDCFCALSEIKDIACGWKHTAVLKNDGVICTCGTHVDSLETRTVTQVACGEMHTLAVTDDGL
VFSWGNNTKGQLGIGNPDNTVQRHPRVVKHLQTNGFMITQAACGAKHSLVLATNGFLFAWGDNKYGQLGIGHSSSVHYIP
EHVSSLVGVPFAQICAGGHHCFSLSLSGALFGWGRNNFGQLGVNDDKDHIVPILVKSLRTQRVRHVTAGEYHSAVLTEDG
GVFTFGRGSYGQLGHNSNHDEYNPRKVFELMGKVVTQIACGRNHTLAYVAASGQLYSFGGGDSGQLGNNQVASVNSPVLV
QKSWVSRTSKGNNMPRVIRQIAAGGDQCYVLTAAKDNSLAPRDFRKPDTSKQLWTLSESKEFFLLLLTEILDPKYGMFTY
IDESRTIWFNDLTFEENPMFLLIGVICGLAIYNSTIIDLRFPPVLYKKLLRRKPTLDDFRGFKPSVARNLQYLLDYPEDE
DVVEAFGLNFQEYVDLYIDYYLNKSVEKQFQAFATGFHRVCGGKVLEFFHPEELMQMVVGCQDYDFRELEKIIIQPVAGG
KLGDHLPVAHTCFNLLDLPRYATKDLLKNKLSQAVEYSTGFGLA*                                   
>Adig_22037v117309                                                              
TFLPKPQTFEPSIKEVDSKEEESVAYPAENTHQREVECPTCSRFFPLNEIADHADLCADVWIGTVEDEAVLITAEETENP
PSTADDTANPTSVETGSIVCPDDLTAILETLQQQYVSGKEVRVNIRRKHIWSDFKQARKKFNLLPSNKIKIVFLGEAAAD
DGGPRREFFSETGFSMPSFLKWLSGCSGIPPLGFPKKFSLAFVHGCQPECKCRPTVSTCELLLKLPVHITSEEEMEAMML
SALDDSYGFGII*                                                                   
>Adig_22605v117796                                                              
MIVSPCHEAVVVTKREEPSSLSSPLPVRRSPTSPTVQNISDEVLSCGVSRNTFKQTAMFISGDMLVLVIPQLSNASAPLL
LCFRGPRSPTNYCFSTLDGSFVKHESVINSATTKQDLVVPGLVVCHDTVNGRLWSFDSNHMVGEWIAGGCPSCNKISQLL
RMPVQSQASDLLDPMDTISSLANQITYLSKRLDAKIQVASLESSGSSDLPDASILCSLLKTAISEGQQDIIVAMLAALQT
LVRRVSEGGSTLGEREATEVQLLLWKLISSPDLSVRAEVQRESCNVLKAGLQVFYRTAEEKNALLMLLLSEGHSSPGMRQ
LLDALFPYLAEELMNSEPGGLSMGTLSEDVTFTALEKCTKESCGLILECGSMDDDAFHSLLSKHPDLSPALQYVTAVFIR
SWREEVFLCDGVELPAVSEVFPNTVKQAECQTLSIKILEACQQVLDVVFEVLCKLSLEYQGDRTARVEGIEHVMKGTLVA
QTLPLFAAVVSSETCLRLSWAKSFLPSVTTVTVMASKVAYLISEMKSVGDGKVDEVPSTTIPSPWVSPRKVETPHPVRDD
YQYSKTVVLPGAPNLYLKFDPRCATQYEYDKVIVYAGKFTTCRKVAEFGGNSFGVGSRGVVRLGWPKEPLKVEGEAVTFS
FQVKSARERSTPDQAVCVWPSVPKAVSSGSSGIVVNVESEMGTVSSVDSMTAKPSIRISTEVMKHLRDASGVVVPTLRPS
LRQALQPEAIEETVVRCVVSHLGLSKSVMGLELLQATETQAEEFSFLCDVMSEVFIRLNALIRQLQTMAEMEKKWAHELD
DVREAVLQPSAAFFNDFHLQEAKSKELELLCALKNVEFDPIEQERSVGKLIIIRSCYPFFAGSSSTDDKLLSSPPVSLSR
SFSAPPKLDRSLSVQEGIHDVRRLQRWRANIQKKHRVRNTDETDAAEDKSFISTITEIFSFIGGDPEKAVTCSSFLSAAR
VRNERGLDRVQSLQCMSELVSVCSQTGNYHVPHLLSVVASILVQGPRTEELKCGGMVREVRDMFSAVVSAVVQQASTEPV
VYRNSVLLLSVCPFSWHEERCVMRSSLVSLLDKLCCMRTNKSDSSRTLSGMAWAGFQVLLDRIVHWEKDKDFHAGAIEWS
SLAHQVSSLLSNYLSCVLEESRDDGVTAKDALQYVMELLHRISRSKLGEGILREPRTISTLLSLLLDRRTPPKLVLIVLK
LCRSALPLMSAKGCEEVTLPPSARHYLGQKHGLHLGVSSVDRVASLLLAKLGDFILPSIEADQEEYGDSEGKDDGPDEFR
SQSDGSVCVYLHKRVDQPAHEIVQKVLSISATPFIFRVGQGSEMERAVKLDRELTEYGRGVLLTDTLSACLKKAAQWAQT
GLVLSVGPAGQLNLGVVGEKSLDTSSDPESVCKSRNSRLSRTESSRPYISGQVAHTMASEVISLLHGLLASSTSDTAKIW
ASAVQGVLCEALDSVPDLIKALEAEAGASQTHDQVLTEDPEPKEDEQLSTQHEWFFKARNVVAALSALGGFRQNVHAGCT
VKICGEDLVDTTGDVVSVSERQGVATVLLYRNGETYSDMVQEIPLARLQVISPQMVFLSELSIGNQAVAALHSILSSKQT
PVDRPAEGDAGEKFIKPSQAARILAEMRTRASMVLSCQMHDSSFSDTFLADNQSLQLISKFAAECDPGLRLSVLEKHCQQ
LRKLFKDFIKPSHHSKKTTKWSKRIVLDGSRAFPPVRGCVFTEGHTCVLYKADPSAGFGLPRGTFLYATSPLARKAPSFY
WEAELCSLGDPDDQEPGPCISVGFAPCTDHLASGWISPVGTCLLHSNGRAVLYRAGGLLQWKTVSLNIVMKENDVIGCGF
KGGGDQSGKASVFFTYNGDKIAEELDGVQAGLWPVLHIQKKNVRVRVNFGARMFLYAEGSYHRAAADMWSDSMEDIRAAF
LELPFAHDPDAFKEDSIDGQVLPKPSPPKPAPISIPKDQGRGMIDIAIATVADLYEDNGGIPVTLQFPRPEDVKDEVNKV
SAGGLKPGQAVVINSFPSSALPGFAVLDMKKTFGLSGVVKNVDKVKGLAEVETYNREEGTLMRFWYPISSLERPTASLAR
SSSLILYSEDRTCAEIYCELLRNEALLARMYCREAYACLLARQTESQNQITDILSLLQTFATRHLAPPQADGTIVMTTPH



SAPDPRHCLAANTLQPSMLFFSDSAVLVSEVRKLLSLAVELDEEEVHRIVNTVCEVLKDAPLAGYHCEMSVSAGKPDEDV
LIPGAAVTVVSCREDPGCLGAGGLTNPRSACASISCFHGNQKLTKNGHEARYQVVHYPESSDTNLSSKANQYPDVILPCN
RLQIRFLSSATDGLVLHLSAFSAEFFLSLVFIEVFIHVYLENAEQFPITDSHENVEVKRKALIRRTVVFNLTDILSSYLM
KSNLPAVIKEIIYQLLAQLIRACFHVESQVTQPHSPDYWATYGMFLSRLSPLRTELQKLLEKELSATNTAALDFILNCNF
EHSKFSSYLQALLGLVSAAHEVSLSRGKSLSIKAVQEALQAAVSDSTDAVVRSAPPTGAENTFNFEAVVPSPPTETASSS
GPPSPICKASERRGSVRRRKRGLGPGLTSPSESMPWFDKVVNTTLLLRNLIYGDARGSSQLASSLAAVIPTKSTALQRLL
VITNIAVTLSKKEAVDAISKACRPSGGIYEDQVHIPEVDSPVTVEEQDMEENRNDLDARVKALTELLPSAQENKSKKTLG
YAVVQLKSASQLDLVRQAIMSNKTLKDPSSSEPVGVTKVNSELLMEGTNELIAFTVFDEFLNHRMFSDESENLLSESAKT
ALAEIFSSCARATRSGPKETKSDAEIVIELQPRESLEKCTTADADHSRSAGPQNNGNILLTKDQICSAAPGNLLLCFFNA
VRHAKESTSELVTQLLREHGCSIEESDSKMLGVEGLLVWVLSRAGQDVRAVWKGIIACGYDLQFRRCTHYLPSEMESDHV
DWPVARDHALVLYVDTLCRALSTTPSRLMPDELLLSEVDFASEDFHHLQGVSICSLRSRFSFLKSLNSDVERLLLPVTDL
RASDCYKLSTACLLREARGLLFYHTKVAFLNHVLNQTAHRGAEDTPPEVSLDPLEALEADKVSSAGPQFCQAARHVLNTS
SSGLRVKVATGGDPVFPVKIHLRGEQVLGSGGSFRHFMWLMARELQGNHVGLLVPCPSSAANKNKGKFMLKPGPITWENH
RRYVEAIRELRLKELRCESRMAAVRCGLSSVVPLHVLTVMTPLDMEIRTCGLPSLDLGFLKAHTVYVAGVKDTDAHIEFF
WNSMESFSQDQLRKFVKFACNQERLPSRCTCQDGNPHTADVHVPPYPMKIGPPDGIRGPSDARYIRVETCMFMVKLPQYS
TQNKMTEKLLYAINCREDPLTDMA*                                                       
>Adig_23205v118289                                                              
MEHPTFTVDDGYQSPVTIMCKERNVLVATFSRLLLRKIGGSESFNDKKDFFYRELVAHLGRKGGEVMLKIDRQKILETSY
QATVRTLYSSDWLRLFTIKFKDELGVDWGGLRREWFELLCKALFSHESGFFTRFNEDDPQALVHPNSRRPLSKKLKFYEF
AGRVYFESDDKDLYRSKIKYIEETDPEDLGLVFAEEEYDRQGRLEKTVDLKPGGSHIPVTESNKMEYLDLLALYRLSSSC
KQEIEAFAKGLNEFVPEHLLSVFDEYELEIRHLFLESSEAFRVHFGVLANNCVSEIKVPKDVESAHTVEYNAVLGLYATV
NRERGRVSVWNPVIEEVVASLSTTCDGFSGAMFLPGDQVGVSASSTHHGGDVEIHTLGGKKSRCLKMEGDQLHATYPGPI
ALSPRKTLLLADVEDNCREIVEIFVDWDNLKVLKSSTIDLSPPKHEEDEEEEDDMCGTDFLCCLPDFKIISYEQGNWGLS
VAKVRTFSKEEVRCEERHSITYYMLEGEKKKTLKGVHDEDCPVYGVAHDGEHLIIGNGDEVVLLESMTEGSTAHLIADVK
VDFVEAGMEINEKGQLIVCNDTVS*                                                       
>Hmag_XP_002165309                                                              
MSSKIPKVTKRNVDKRLLYCLGDFVENYMFLIQDEIQNYHWCKIQCTLRPVALYLLNENDQLIEKLLMSEDNEYDTGFVY
EVEIKIVTYLKEYHPNISKILYFSDGCAAQYKNHKNLYNICLHKDDFDIDAESTFFATSHGIFSFSGIQRSQPDQQININ
TLKFGEFILCTYDLFQWIGMINEINNTEQDIMVRFRGEEAEDAGGVKKEFFLLLMKEILDPKYGMFDFYTESQVVWFKRK
ICLDASMVKVYICPVVVTDASMIQIMLVIGTQHSSALDGQKHLLKGPYDFRGIQHEVAKNLQYLLDYDGDDFKDVFEMNF
QIIEESFGELIKVNLVPHGESIPITIDNREMYVNAYIIIFREMYVNAYIITFREMYVNAYIDYMINTSVEKQYQAFAEGF
FKVCRSNVLNFFHPQELMNMMVGCQDYDCNELERVAEYKGEYYRQHPVIENFWKVFYEFSRDKKKKFLAFLTGSDKVSIF
GIRNMKFVIQSVAGGDKGDHLPVAHTCFNLLDLPKYPTYEIMKEKLNQAVENYEGFGLV                     
>Hmag_XP_002166350                                                              
LSYQSIMKTKARELRKRLVVKFKNEVGLDFGGIAREWLYILSQEMFNPYYGLFKYSKDSQYTLEVNPDSGVNPDHLSYFH
FVGRIVGIAVFHHHYLDGGFTMPFYKQLLGKPNTLEDLESVDPELYRSLKWVAENKIKDIIFHTFAVEHLSFGKTTLYDL
KKDGSQIPVTDDNKKEFVKLYVNYRLRHGVEMQFKAFMKGFNELVPQHIIKMFDERELELLICGLGKIDIADWKANTRLK
HCSKDHNIVQWFWEIVDSYDEEKRARLLQFVTGSSRVPVQGFKALQGSTGSNGPRLFFNRIDLPKYESKSQLYEKLTLAI
EETCGFNIE                                                                       
>Hmag_XP_002163286                                                              
MVKLLDKFGSMANISDSTNTFSIRPAVSESDINNELKSDLHEACLTLSTSRVNLGDKIIVTWNNTSARSLTDSYWLGLYY
QDELDEKNYIDMKSKNVGKSTFGSISWHISKDIKFNEVVNLCVFKYFRSNPDQCLACSPIFTICCPLDSLPAEMMPPMAI
PGVDDLLVISMSGMKASNLKKGFFGKPNPYVKINVIPRVRHLAAFQKHHGLQGKTVPKQNTIDPVWETEAFVFSGTAADL
LEVEVCNKSKPRPASTRKFLGKLIFPVCKIIDGCGLSTGVDVNFFKEGCARLSRRISASCVSDKETLPPLPNSSSLTFSD
DVNKKSQRPYSYHPNGAKRSLIGFENNSFFEDFNDICKQSSIKEENSLFQHKSKSQSTEMLCFNDFSNSHNEESSVHNYA
ELEIEPDCLQTSNSELTLDQANLFDTNISSCVNSFNQGIEQLPGSSPSIDSSLSKEHVESQNTSSDFSISSGSKISADIL
TSPISKDIPTIEGGMPSTENGIGRVEFNSGNDIDDEDADDEGYIEVEHEFTRDEELESNASYESSEADDFNDSSILRANS
RQQLLVDDEYSDEDLLSFVSPDFADVPSSSKTENETDTSQSDSSVPIVKSSEFLNVVNSTPDNLTIQSTAECSLNKINGF
TCTEINKSNEFKHIENNYLEGDGLKCTEFFGQLGKNITSDKSIQPVDITSGSLDQISLCDFSGIINSSRSVSSIDACSEQ
IGSNFINSFTTNFLTDPISNQNNLADVPFQVHCNETRKLDSSTIQHNNSDTLISKTVKDKETPNASKIGDNLITLIQEFP
PFTSSSAAATNKDNFSTPTSLVPSELQSCKYKSYSKELLQMDLSPFSSVEMPSTQVMPLTTSAGGQRPDLSSTVEETTVA
EHQSTLESRSSERRRSARSRKSRTRQTIESSLLNDVTDNAPPLSKDNPPPLPPRQSNPRRINTPDVDLNSRIITDEASSL
SNQSVSSDAATTPSHQSVPTGGAKPRPKPSIENRSSENLSENTKNRQPHLSRQQIVRESLRQIPTPKLMNRLTSTSGRTP
AERSASKPALTNEDRLPKNWEKATDSHGRVYYIDHNRKTTTWHRPQIDASEVTREANVNEQFDQYDRRYQHSRDVVTLLN
FFADSSLPLPAGWEMRTDSQGQTYFVDHTRRSTTFIDPRLPSTIGRNVAPYRRDFEAKLRTFHKQMVHNAYGQGPGKIRL
KIRRDHVLQDAFEQVMKLSPRALHKEKLYIKFTGEEGLDYGGPAREFFFMISRELFNPYYGLFEYSASDTYTLQVSPASM
YCENAQNWFRFIGRIISLALIHQHLLDVFFTRTIYKALLREKWDLSDLETLDEEYYQSLKWMLENDITDILDLTFSVNEE
VFGQVSERELKPNGKNITVTEGNKHEYVDMMVKWKIERGMGEQMEQIIKGFTDALDLKMISLFDPKELELVIAGTVDIDI
EDWRKNTEYRSGYHDSHPIVEWFWKAVGSFTNERRLRLLQFVTGTSSIPYEGFSALRGSSGLKKFTIDCWGSEEMLPRAH
TCFNRLDLPPYKSYDKLFEKLLFAIEESSTFGIE                                              
>Hmag_XP_002165118                                                              
MCDTFPIYNPICRPPQNPCLRTHNSSKECNKKNESSYLKEPSELLKATKKQDLNSKLTPDCCYKERAHSLNNLRIEFLKE



KHRSLSASNFYALNNPNLSLTQALSKKAYDKPNSAFAKEKALFTAYVQKYFYQLTVGCSNALCRNKFCKSSDTCLNLKPA
MAALISIELSGYKDQYLCIKEKSNQRAKLIDTDIFRNNTKEKNSKSTSGNFIPFLYSFYSTSPFRSLFLPCPLTSSGKKL
DRRHSVESMKSLQTFATLIRNNLNVITNTVSSSLSNIWKSTGDDIKCTDFMVGDSEVSDSHTLPKPTLHIFPDNTLNNKN
ENFREIEIFESSVAEEFQQNEMFDNISFQKQDGELLSDGYSLTHLTLDMFNTVLSNYYECTDESFLINTLRTVFSSWDAL
GISFSHERSKSTGLDIKCEDVESMFNDLNKVKNSRALFTVLIDAVTVMLLSRKGCLLKVQDLKPLVIILYIPNIFDYQPV
VYEISSIISELSKDCQDGFKSVLVNEILVSNVSKESLSALCQTLQLLYKANIFKGDHYSRIPKSSFYCPELTSKLDFKYE
YTSWIARHNCKESNLFSILDFPFLLEPIVKVQVIHIDAITQMREEYQDAIVHQARIQQVQKSWADFNDASALSRVVQSAM
CPYLLLEIRRQNIVDDTLKQLRNKFSDFKKPLKIKYTEGGEQGLDMGGLQKEFFQVIIETMFDPNYGLFTLSEDSNLMWF
NALCLESVVMFNLVGILLGLAIYNGIILDVHFPLLVYKKLLGYEVGLEDLREIQPTLCKSLDELLSYEGDVEIDFGLTFE
VFHNLYGKEMRTELLTNGSQISVTNSNRESFVRLYVDLIINKSIENSFSAFKEGFFQVCHFPSISLFTAPELELLICGSP
DLDFKALEKVTEYKDGFSKSHPLMLEFWDIVHRFTFKQKQALLMFVTGSYRVPLKGLGSMSFYIQRNGPDSLNLPTSMTC
FNRLLIPEYSSAAKLEKMLLLAIENSKGFGLI                                                
>Hmag_XP_002161160                                                              
MSSEITSPKDVKDSIRRISPELLIKKYFQQLTSGCGRKNCSNKKCVSGGFVAMNCEDAAVMALKCIIEKAQICEDQVDPI
TSSDQVLSYSYIKKLIESCDNGNFLPLLHILGKAFSSPDLMNKSFIATKNIIPNSPESIIPLDYNEVIDFYNLLLQLELE
PIENVIINGIIALASSFEIKLKTNTLFDKTDLNQFVIILLNPNLHSPEYFECALPNILQALVSLPVNLQAILATYLSKLS
SSSLKKILDVFQQLITVRILTGPHATNGTFVNDDRNITNSIKMIKIIYYASILGGDMEKTLKYSHSADKKNSHDIVELSR
ATSPKNTCVILEDFLEVDLSRCRKPLIPYDDFINDCLNDAIEMSVDYSNFKHGNDKFSFLHFPFVLKTSTKTLGLFYDNR
VRMYSERRITLLTGLLQGHIPSPYLKLVVRRDHLIQDSLVGLEMVAQDEPEDFKKQFFVEFEGEQGIDEGGVSKEFFQLI
IEELFNPDFGMFTLNETTRTYWFHPTSFEAASQFMLIGVLFGIAIYNSIILDVRFPAVLYRKLLGYSGKFEDLSSSHPEI
YFSLNQLLSYNGNVKEDIMASFQISYSDMFGSTVSHELIEGGKDIEVTNQNREEYVALYADFILNTSVKQQFDAFKKGFD
IVTSHSILKKIFRPDELELLVCGSQIYDINELENATEYDGGYSKDTPVIRYFWQVIHEMSSDQAKQFLNFTTGSDRVPVG
GLSKLKLIIAKNGEDSDRLPTAHTCFNVLLLPKYSSVDKLRERLLKAISNAKGFGLM                       
>Hmag_XP_002154483                                                              
HNCKESNLFSILDFPFLLEPIVKVQVIHIDAITQMREEYQDAIVHQARIQQVQKSWADFNDASALSRVVQSAMCPYLLLE
IRRQNIVDDTLKQLRNKFSDFKKPLKIKYTEGGEQGLDMGGLQKEFFQVIIETMFDPNYGLFTISEDSNLMWFNALCLES
VVMFNLVGILLGLAIYNGIILDVHFPLLVYKKLLGYEVGLEDLREIQPTLCKSLDELLSYEGDVEIDFGLTFEVFHNLYG
KEMRTELLTNGSQISVTNSNRESFVRLYVDLIINKSIENSFSAFKEGFFQVCHFPSISLFTAPELELLICGSPDLDFKAL
EKVTEYKDGFSKSHPLMLEFWDIVHRFTFKQKQALLMFVTGSYRVPLKGLGSMSFYIQRNGPDSLNLPTSMTCFNRLLIP
EYSSAAKLEKMLLLAIENSKGFGLI                                                       
>Hmag_XP_002154536                                                              
MGILAKDIKLKIASFDLMIQGFKDGTINLWTFSKPEKPAALSQSDFQSCCNKDEILLMDIDHSNVETISSQTLCLLSCTI
DHLSFSLSKHLAVSCKNGTVYFFENENLFSPHKVGNSIVPIKYLFWLDDHLGYIEQYSTEINFVNVLMLKNMTDLPHLRH
ADFLLSIMECNSPCADFKFFLTQLFPFLQSQYKFEQNQVTTGTQLTYSSYMRSLVNIALLLRYDILLENSEVETYKNMRW
FRLYCSTIWSGIALKKRAEFPKSFWELNNKLDINEKSMANSSWSLTQDNEIIDWFTNFPKDWEISAPITVYVWGSNIHGE
LPGLQGKTCLQPNLVSTFKQVREIVCGQNCTFLLQTNGSVFACGEGTYGRLGQGTSDDEHSLVPITELQGYCIIQLATSL
GGDGHTLAVADSGEVFSWGDGDYGKLGHGNSERQRKPKQIIALQAEHVVQASCGFKHSAVLTKDGKVFTFGQGQYGILGD
GGNSPQKTPQLILSLKNEHISQIACGKDHTLALANNGKKLYAWGDGEFGKLGLGSTSVRSIPNLVDSYRNVCLKKIACGS
KFSIVLATNGYLYTFGHKDFLGIAETDLLDNTIPQIVSSLMPHPIIDIAVGCNYILALDNSGNIWGWGTNEEGQLGIGTT
NPHYLPQLVCTFSGTNITRLSAGTTHCAAWSNSQSPSSNTQLQIGTPNAIPSSYKSLCNVEVELIRDRFYVLWTFSDMVL
QTWNLLSLIRLETTPQSWLYLFEDGVLRTLLTRRAHALPLIRALRSTFLKSKLQPQITVKRFDTSGEQCETVFKQVADQV
LSFALSDSIMLVREWKIKLLNEAADDAGGVFDEISTQMCMELEGNCGNCIKLFKLLVPTPNMAVENGFNQDQFIVNTSIT
SPETLKYYKFLGILMGIALLNHKPLHLHLAPCVWKQLVGIKVTLNDVAEVDSMFLQCISMLKSITLSDNDNVTMPLMTYV
CQTSDGDLKPLIPGGEIKILQKNDCSIYIEKAISFRLNEMSLQIQSIREGLMLLVPISILSLMTGDRLEQLVCGSRDIDV
DVLKSISRCRDISTDDLRIVWLWEILRSFSKVDLLSFLRFVSGRCRLPTNLNDLTHKFQIVGASKPINGLPTAQTCFFVL
RLPPYTTKNIMEDRIRYAINNCLAIDTDNYML                                                
>Hmag_XP_002162749                                                              
MSFLNIGSGTGYFSSVAGFLIKPHGLNNGIEINNDLVEFAREKVNDLFKYNEMAAKEICPPTFISGNCFLLDPSQIKYDR
LYCGGSCTASNVTFFLEFLKIGGFLIAPLGNKLIKLERVSHKEGVKTVLSDVCFAPLARLDSKYLSKTRDGLLPMLRFPL
SNKRKNPKKTIFIDANFPVCRSAARKKLARLRAVQDALDSLERDCSIPQPFCYLPNLNQINDYNYLKKSHFTNNHLKQSS
KDSFKNHQSTTEENPQSFKTFKLEAKNSNYTDLTDRKQSYNTIDIWNHLYSNKLWENVVDHYYSVCSTSPDRRDRFSNNV
MQSSPDKEKTQLKLNKTKNCINIDEDKEISTYLSKVSCEWSHLHDLELISFLFEKKKESESLMLKENLPKVFRSDIFEKN
NFIKYPLLSNVNATLLIYRSISLIRVVTVIDSVLDILVGPSLKRDQFHIQYEEKFPLASFSEDSFKLVVNKTQINKNDEV
AEKLLHEKACTDEEKGFFRKTSHKYLYDYSEKKYNQKLIINALTNIDCDGRNLVPACIEQNLGILLFNNLKIKVQIEAVQ
QDCENRFFKILIHLVERLGTDLFNEIFMMMTSEIEYVKQQEAILKKKIELINNIDEQYKEQIKLLNQQVELIEEQQHLLV
EVSLEDSQFLSSQNLVAEKKQQRQALLDKRDKISADRVIQNLEKNELLIMLEQVLSLETKLHQEMSLLKLKGIGYLHSQV
CGLSKFSQFAHKADQIISKMQSNSIVPSPVGNKNVHNNSETEMNANSFTSSTLNKNKFRYLPNKILPRCRFLLPLSKKRL
TFVKEMLESSERSAPQHIPVIFIDRSIPLSQRKTESDTVFKQLYYGVLQKQLNYRWNRKTCEQWWEVKFIGEGIIDQGGG
FRDSLVEISEELCPPSPEVISPLPYFIKTPNQRSGSGNHLDCFTLNPSCDDFSLFYWIGQLMGACFRTGESLPLALAPYV
WKILVGEHVTWEKDYATVDEAAVRNIGWLESIDENTYSELKIEEVFTTHLSNQAEFELCPNGLNKIVKWNDRKEFSLLVR
KARMLENINQIKALRSGLTSVIPEGVLSCLTWCDLEKNVCGDPCISVEGLKANCRYGDDLNASSQNIIYMWSALQSFTEI
ERSCFIRFVTGRKRLPSPFNVSRSSMNIDNLPSASTCGKNLFLPDYSSAAVCTEKLRYAIYNCVAIDADTSPW       



>Hmag_XP_002157609                                                              
MVVNGPFLAFFFDYLLPHTGKDSDPIKATTKSSNISTLARALLSYVGTYWHNTDIESVFVDELKASYMRALMLPECKVKH
LRLQALFNLVTLMVESAAPISFTSQPPVQNIGFVKILIKRGLIADLARCTHSLDLSSQDLVTTVNAMLKPLEKLTNLASN
QIVQPAKSVLKEPKEETSTVLGASQSFYNNLEGVINEILTSNGTSDILGETLVTERSGDNGVEQEIVFETNVGDGTDLND
DSDSSLDQDGNNLDTMSEVSEGTDSDQHANMFVTLDDNVNNDSGDEDAPNNADRTSNNQIELEIQVGQDDIDDEIQFGNI
TENQGNDSQMEDDLDNDDDEDEDEENLNEDEENLNEDEADEEDTDEDVINVNSGASVGPFIFEEDDDEGGDTVEISFPQP
AFTVHIPHLDEQNDTAIPALANRSSILIHPMLLDQPLEQNSRGPTNNETRNVNSRGNRGAGRVFTQRNTIHIHGNSNPDS
IAQLFIGDDINQTNDGLSLEEDLFSQIEGSELTAGVLNSIPSSLARWTLESLLLDGSSVHDLVNYIKPSIVTHLEKLQLQ
ELKEKVAEEKKKKEENEAEKATQLTTSIPSTRSRVVNEISEPMDVSPTSILSTLTTQQASLAHPSLFTTPSESTLNNVQS
AALVPDQITHVDTVLSSSLTTQMDTPSSFITPFNPLPDLVPNAPQRESLFSGLVPVSINSPNVNNQQHISSQQTPFDAPR
LNRLRENDGALTGDLGFTPITQYLQQRDLPDAVPSTIPGESPCIRQVRSNLMFSQTPQTTLAEEPRRTEEGAILATELAA
AIMLQLATTSPTPFSTANIQPTNVVSGSSISTVNSVDSNVTLASATNAEEYNEVEVSTTNEASAISTSSLNTVPVAVGAE
ASINNAAAQIQRELENLGIPISVDPSFLAALPENIREEVLREQFGIRLSRPIASVSSGQVSVPEEPQEISPEFLAALPAD
MQREVLEQQRQEQARYNAAQQRPEQPVDPAEFVRNLDPSLRRQILADMDDTVLAVLPPELTSEAQGLRREIEQRQLRIHA
ERAITRNDLSQLLRHSGLTRRNSRGGFQFARLFPQNQMNAWQVSDSTSNNTKKVGTQLLDPESLTCLLVLLFLNDTAINS
SRLHRILRNLSYHNLTKQWIINALISILRQTSSFSQESSNMSFEPLKNLESTSRDDATVTQNHQWLSRTLNLAFGGCVNI
FQLQAVGKKPTDCFVTVHQQACLDVCKQTLEALSFLAKNFPSDFAPSHETKSTDLNNESGPSKSFETERGSVTEFWDILV
RLNLSSPNLKGKGPLKVLREFPKEQLSDSFVTSPLGQILSMLSHPVVKQSTLLSDKLLRLLAVISTSLPERHKQLQPEPP
VIQESAHPPDDVIVTQPIHTVTFVEPSIVHHEPAFEDPDQHAAESSTVCSETASITSSLFVEPSENNFERISYPVESRHR
TTGSVVSDGTVAQSDYSMLEQRADDECMDIDHQNTHSDTSSTENRSSPALSFVQITEKEPSILTGQLRMAVNVLASGSCS
DEGLEDATTLLLQLSRTDSLTRDCILDLLLEGAQDTANILREEIASLLNELKEHNMQHCNSKSKMKTLKQNAPVVINPAA
ARSQPWRGRGAARLPNQPRRIGLLGAAQQRRNVQKPIIFELHLPTMALLTAKRSSQLLLLRILKVILQLRNAAKKSASKP
KVSPMGSQRNRGIRLIERLQHGGSSLREVVAALEADMEAMYEMIDRFGSGNSGENLRTTVEPVIQPQESSSTSLTIADKE
SKKNEEINIPQFAKLSNLLNLGQLWDILGEALTELAETSDPNAVLVLQPAVEAFFLVHGSEKENKTTLNESSTNTQEIQS
PLSPNANFSSTTLDQSSSTSAVNLSPDTQKFLNFAETHRTVLNQILRQSSSSLADGPFAVLVHHTRLLDFDVKRRYFRQE
LEKENKGHRREDMAVHIRREHIFEDSYRELHRRTAEELKNRLYVVFDGEEGQDAGGLLREWYGIMAREMFNPNYALFTNS
QGEKSTYLPNQHSHCNPNHLSYFKFAGRIVAKAIYDNKLLDCYVQVFGMNEIHDLKPNGRNIPVTEDTKREYVKLVCQEK
MTGSIRQQIGSFLEGFYEIIPKRLISIFDEQELELLIAGLPTIDIEDLKMNTEYHKYTENSLQIQWLWRALRSFDQADRA
KFLQFVTGTSKVPLQGFVSLEGMNGPQKFQIHRDDRSTDRLPCAHTCFNQLDLPAYETYDKLHSQMLKAINECPEGFGLA
>Hmag_XP_002163793                                                              
YFKYLRKLINARVPSDIEPSANPPTPFSGALCDLVLKATRINLLNNNDVVNESNTLKLIKSESEPEKKYEILVKDDSDSD
SSNDNDDMEISTSSSTINEQHCFNYVYERCMDIMNEKHVVSSFLHALEDRYVFYNIDTCQSLMPFSLAEVVEMSTIVRDS
ILGLIMLMYPESKTVETKFYSKCVFCCQMATAFIKHLYARDCRHQFCPEKHWLSDRAAISQENLNVSSFLEEQTAEEVSK
PGLSLLNLRNLAVLKYIPFAVPFLQRVRIFQRILSEDKKESQNIFQNVLPSHSINITVNRKYLYQDAYDQLSQDRADDIK
KVIRIHMINAQGLDEAGIDGGGVFREFMSQLLRSGFDPSIGFFKTTSQQLLYPNPDISLIYPDYLKHLHFLGRMLGKVIY
ESMMVELPLADFFLCKLLNKGGSDVDIHHLESLDPELYKNLLYLKNYKEDVEELSLSFTVANNEYGETKVLELKPGGKDI
SVTNSNKIEYIHLMADYRLNKQIRSHCNAFRSGLSDVINIEWLQMFDQRELQILISGAQIPIDIEDLRRNTSYSGSFTAE
DPYIEEFWKILEGLSDHQKRLFLKFVTSCSRPPLLGFSELYPRFCVHGGGEEDRLPTASTCMNFLKLPVYKSIDLLKTRL
IYAIEAEAGFELS                                                                   
>Hmag_XP_002164108                                                              
MTVLEISETTKTCNCINKSTCVMNNQCLSKNIVYQATVSSNKPDYTDKVYIGISETPFKLRNEELPQYKRDLLQKIKTFR
AEIQLLQSDAGHFIIEVSRDDIFEQSYQSIKKTKARELRKRLVVIFKNEVGLDFGGIAREWLYILSQEMFNPYYGLFKYS
KDSQYTLEVNPDSGVNPDHLSYFHFVGRIVGIAVFHHHYLDGGFTMPFYKQLLGKPNTLEDLESVDPELYRSLKWVAENK
INDIIFQTFAVEHLSFGKTTLYDLKKDGSQIPVTDDNKKEFVKLYVNYRLRHGVEMQFKAFMKGFNELVPQHIIKMFDER
ELELLICGLGKIDIADWKANTRLKHCSKDHNIVQWFWEIVDSYDEEKRARLLQFVTGSSRVPVQGFKALQGSTGSNGPRL
FTISLINADIASLPKSHTCFNRIDLPKYESKSQLYEKLTLAIEETCGFNIE                             
>Hmag_XP_002155952                                                              
MQLLDDYGIKSNVGRWCFDSTATNTGISKGIVNRITCDLDISTLDGVLRLTTSDILYILEKDFHTSSLESINRLSKAIEQ
LRKEAQLLCWLRKNGLSYVQNELHSLNFCKANGGPYDATKFSSLKCEVLIEGSSLEVNLVFCEEKNCILIYFTPIKAGNY
SISIIANGKVLANCPISKEYKAGKIDTTRSGLLLPSSLLILEENQSELISFDERDKYGNQCYSMVEELYKYQFHIYALGY
SADRISPQLLFIEEPDAKLHQAWITLSKAGVYSAAIYYDDKLFSENVTLVVLTNVEMKEVQKNIQMSSWNLYYEGYIRSE
NIMKQSETVTDKKRKVFCYISPKMLTIKEYYLKIFPKKLYSIRIQPTVKITFLDEIEPAILIKTRSNVVKLYTKHRNILV
ATFEKLMLKNIGGSQSFKEKQKFFYNTIENMHPRSSMTTAFIEVSRENLLNDLKKCEGIDYGGLTREFIQLLLSELLHKK
GALFRKFNDDDSQALIHPNPFREKTYQNIKLYEFLGLLIGKCLVECSFGQHFASDDKLYYTGKIKYILENNPECLEIYFT
EDVYDNDNKFIKHFASDDKLYYTGKIKYILENNPECLEIYFTEDVYDNDNKFIKVVDLVTNGSQIQVVDSNKEIYLQRLA
EFRLHESVSEEIDSFLKDFSTASGLDVIPITVMSWFWSILSSFSQEELSRLLQFTTGCGQLPPEGFAGLYPNFQITRAGL
TDSLPTAHTCFNNLCLPLYTSREEMKKKLIIAMNEGSEGFGLV                                     
>Hmag_XP_002155097                                                              
IADNSNTTPRVLQWAVRDTSSTTPSTSGSTRATSSGVYYIDTSRRSGASATSDGASTSLFSTPSALARTFAILVREVSDL
LGQTSEDNSLAGTCYPIEDNILKETRDTTDKILFKTWQWLWRVMELTESQLRFGASLTAVSDPMHPQHPLHDVQNKPSRG
SSSTSILNVWSEYSKKKKSSTNPLTDTSSSTRQDFLSYLLSLMRSHHNEHGDSLPKVEITALQHLAYVLDAFIYYLRSNT
VSSSEVILPAEFSLTESKSTNESKTTKTSGEDDESDETDTDDFGNEIDTKASNHRFFKRSDSTLVLGYEPADSFAPLKEA



LPLADRPHLLTPSGRRDQFFGVKKSTDSSFKLDSTFSLGLNDSTSCVLLMSPNVYLSRWHMCLELFGRVFLDDVGSEPHS
ILNELGRFDVKEAKFKREMEKLKNGHQKDLYLEGLDRSRPLLLQQTLRQLNSQFGRRLPGAGPLNIHRLKVSFKDEPGEG
SGVVRSFYTAISNAFLTNERLPNLDNIFSGSRGLTHQLRARAREREKDIRRGLEVTDMVPRNVRRHNDRSNADSASTLSI
DALPYNPESESSLQEDLTDIPVHKKELGKRLYSRIQAISPANANKITGMILELPPTQIIHILTSSESILIAKVNEATELL
NGKMSSSKSDPDALVDDYDSSYVFDNSPLFFQPGKPGYYSPRPGKNISWHDLAFFDPILYESLRQLIEDSKREDSSKFFS
DLDLTYCIQLRPEEGGGTVELVKGGSHVEVAPDNVHDYVKRYAEYRMVVNSRRALQAMRRGLLDVIPANHLESLTAEDFR
LLLNGIGNICIQQLMSYTFFSDETAGEGQEKLTKFKKWFWSIVENMTPKQKQDLLYFWTSSPAMPASAEGFQPLPSVTVK
PANDHQLPTANTCISRLYVPLYSSKAILRNKFLLAIKTKVFGFV                                    
>Hmag_XP_002164132                                                              
DGQSPSEGVVVSDIGTDGWVRVRWDGGITNSYRMGKDGKYDLQYSTEQHQYIDKVIPKDHNPPNYPQIHPIEIFWVICKL
ELNKAQTKKLPPIIPVIAVKDSLQSMLIVMLSKAALLQNQFLSSSVQRSVFVGISAIVGVEQRICINGSAIYKSELVNIG
HLLHNGHVVVHLSNSRIPVESAPTDIAMIPRYDFDLDWFSEYCSGFEKLSSLFTLMMSPKLLFGKSLGNGEYEYHTNGIR
VFVSAMRIFSQISSTLFMKVFNLSGQLVNDFLTKALCSSVIQTTYDEDELQLAVLALSEKPVSSPSTTNTDRITPCPNFH
SKENLNRSNISSYAENISSAENKNSHDLFNQLVGMGFSMDSIQKGFLELGNEIRPELLVAWLLEHPYVEFWMHLELDPCY
IVNDLSIVVTATIPGINFIVSGGDNPRSMKILSEGTLQLYQVVDLKLKADKINPDFQKHILSMFYTQNRKLSISESKDDE
LCTLWENSTNKQVDVFMWGLNDKDQLGGLKGSKVKSPTLCDHLSSLQCKFIAGGSKSTFFITNKGKLYSCGESSFGKLGI
GDITGNVTSPRLVTGLNQLIVTKVSVHSGGNHVMALTSDGLAFSWGDGENGQLGHGNLMSCSKPHLIEAFVGKIVTDISC
GSAHSAAIVENKYLYTWGLGDFGRLGHGDEETILQPKFVTHFLGYNVVQVSCGSRDAQTVCITDDDKVWSWGDGDFGKLG
RGGSERCLIPVEVEQLRGLQICKILCGAQFTVALTKTGTVWTWGKGDFYRLGHGTDIHVRQPKLVEGLRGKHVIDIAVGA
LHCLAVTQDGEVFSWGDNDHGQLGTGETDVKKVPNLITGLHNHRIKYVACGSSHSIAWTEITTSACIIDKPLSFEVNYDP
MATNLVKVKENDEVFVSGLSKFLKEQRPPLIRSVMQINSISLKEEVLKNIMYALEILLARSILCKLMEHSDECSKSVKLC
KYLVDVCIHELDEKHRQSVLIQDKYKPIIQESPHPYNGAPGALLLGSVKYPGVAYLEVEFDPQCQIEAKHDVLIITDKNG
KLLVEKTGDSVEMWSSKLKVAGDEINWKFTTNSPGGLWGFRFTVIPVIPIEETDLDCLSDEAVLEIPCLNFVKSLLGFGI
TSKVHDELVILKIISSLCKCITLKSANTKEKIWMLSKLHFLLLSHNAPPVDIPMIFNCSQTQSTFLCKVRHNGNQHIKEA
VSQSPLSEFIIGVPKALLEQYTFEEKKIKNCDQLMFSTFLRTLALFACSLGLDSMPCCSDKQQWAWFSRYCTAVRTAHSF
IQNTSLPKQFVDDVREKLVEILQVNESPSLDYEKHVFSKSEDWQLLTWMNRKSQDWNMIWAGAGTVYGWGHNHRGQLGGV
SGIKVKSPVLCSAIAAIKPVQIIGGEQTFFFLNSDGKVFATGYGNNGQLGLGYSETVTSPRLLESIKHINIKKISVHSGG
RHCLALSSDGEVFSWGEGEDGKLGHGNRQTSSQPKRIEFFCGKIITNICAGGSHSAAIGLNGELYTWGKGRYGRLGHGDS
DDQLKPKQVEALQFFFVLDVACGSGDAQTLCITNDDNVWSWGDGDYGKLGRGGSDGCKVPMIIEDLSGKGIVKVECGSQF
SMALTKYGVLYTWGKGDYYRLGHGTEEHVRRPMMVTALFNKIVTSISCGSLHCVVCTDEGEVYCWGDNDEGQLGDGTIIA
RQTPTLNTFLLNKKIDRISCGSAHTIAWSTSKASERRSLPLEVPVEYNNLKHLPMNALRDRAFLLNSFSKLICLCFPLLD
LVPQDTDVEEPMINSLRRIILFSFKESIMRKVIESTSIRDQQHGPVVQLNRVVKHRQLRGSNINQSLFAQLAWLINEFPS
DSFRLPNRMWKVKFVGESVDDCGGGFSESLAEICEELRNGSLPILLPTPNNVEENDQDYDCFMLNPGLKHPNARDLFRFF
GILLGIAVRTGHPMSLNLAEPMWKLLVGSNITLEDIGDMDRGFFAKYSYLLTVKGADLEAVELPYVVLSAGREEIVLSES
HKTINELNKMEYLKSALFYKQHEFDEIVGWIRFGMAQVIPVPVLSLFTGSEFETIVCGSPDIPVEDLRSLTSYKGIDPLS
PLVGWFWRVLEDFTNHERSLFLRFVWGRTRLPRTHADFRGKDFIFQVLDKYNPPDEYLPESYTCFFLLKMPRYTNYETLK
EKLKYAIYFCKSIDTDDYARIESANL                                                      
>Hmag_XP_002158185                                                              
KILQTSMDGPNVNWKFFDILNDEFGTFQAYSHNKVNTQRSYKLFHDSPVCRADYQTTFGSDKFPLKFCSTRCVKNVSVCQ
KALDIYNNMKLYVTQSKLPNNYTVNIVPDAVNDLLVKLRGSISASLCSISEPLCSINVGAYECLWHLLKKGALPNVQDRQ
GITPLQVASRNGFSKCIAKLLEYGADIEIKNNEGMTAIHWLASNGRTEIFSEISKFIKDIDITDFNLQTPLHVACLNGHK
STVLKLLEFHANIEKTNTTGCTPLFFACRHGHAEVAKVLICNGALLTSNSDKQTPLDAAFLAGYGQVCYVILDYKDKDFK
LLSGLIQSSLSPNADIKNVEAAFLYIGEQRQDYRDFMLQELASQVRLEGLKLLSPSSDYKLTTERFLKVIKVYNKMLTSE
SHSESFRMRTHRRTGSDISTSPRKATLQPQNIASINFETDTLWESLNTWMKILQSELYPSNSYVKSKVVNSKSCLSAPPI
NESLRLTQPAVQLTINQTPSSMPLSRSDSYHNAMETTDQEILPNSISRSMENISIHRRSSDSSVNRINLSFSQLQTESQS
IAQLSPSQLHQHSSMPSTSLDSGISTTNVENKCSKEGDVLSITADRLCAVIHGYYLFSQSNPVWKNTSLIFEHFNFVLVN
PVLLQRFLPAIHAQPFADRQKWFYENLYADKNRISVVYDETAVIHVSRGSTFQPNSNSFVNPDHLSYFQFAGRIMGLALY
HKHLITAYFTRSFYKHMLGVPASYKDIESIDPEYSKNLQWILDNEISSLGLEIPFSVETDVFGQTQEVELKSNGKNIIVT
DLNKCEYVQLAADLRMTKAIKSQIEAFLKGFYQFIPHHLVSLFNEYELELLLSGLPDLDLTDWKNSTVYQAGYSEDSQVI
KWFWEVVGSLKKEEQVQLLQFTTGTSRVPWGGFSNLCGPSGNQLFTICRSADNTKMLPTSSTW                 
>Hmag_XP_002164053                                                              
MDDKDRETAIENGASVLLLGKFSDDDEIYMKYNHQQISGGFYYNAKYRGKLYKKLKHTKYDNQSNSFTDDSSEWKRVIDA
FTILFLTEGPGYERESFLSAKAGAAGRISRFQRSLAAVRGNSNGGGDQVHISNNQENPSLLMNIDRMRLLDDCMEILMQN
MDTHPFGSIRVRFEGEEGTGPGVSRGLFPALANALKEGQKYKDWPIPFFAEYGNLPAQRGIYSPVSGRYKCSDTSLPYFC
EPMTEEKRYNAFLALGRFLGLTMWFNQTIPFILSRPVLLFLLNRLEIKFDDLAFFDSLLYDSFSHMINDAFSSSCSEEEF
EACYCCYFQISIDGHLEDLIKDGNNYPVRKANTLNYIRLYTKHLLISSRENELLGLREGLQQMVPKDLLETLEPEDLQLI
LSGGPDDVSYIRLRSLITFSNNRAFSKELLERYKRWFWSIVIKMTPLERQKLLYFATGSAMLPALNNRVGSNEELAISID
IIDTLNSSALPMSSTCGQRISTPLYPSKSILKQKLLQAIECESYGLG                                 
>Hmag_XP_002159710                                                              
QSLVNKVREKKRPNMGMLFLTLNVRRKFILEDSLSEISKNHGDLRKKLRVIFQGEPAVDLGGVSKEWFFLIIQKLFNEDY
GMFKYNSETKLWWFNASCKENYKEFNLCGVLIGLAMYNGINLNIGFPPCLYKKLLSPAVVPYNNPHALVGVAPMDIEEFK
QVYPDLANGLKELLFYEGNVEEDLCQTFQVSFTEYGVVQTRILKPNGESIPVTNDNKKEYVSLYIDYFMNKCIYQQFYSF



YHGFHSVCASNALLLLRPDEVETLVIGDADFNIRDLEKVTKYDGYRYSDTVIRNLWDVLYSYSQKQQRKFLFFCTGSDRI
PIGGVKEINFKVTKVSGANATQMLPVAHTCFNQLCLPMYKGRKTLAKKLTIAIENGEGFGLE                  
>Hmag_XP_002166722                                                              
NLPYSRDYKRKYDFFRSRLKKPENVPSKYEIHVRRNNLFQDSYRFVLHSCTNVELLKTKLWIVFDGETGLDYGGVARXWF
YLLSKEMFNPYYGLFEYSATDNYTLQINSNSGIANEQHLSYFTFIGRVAGMAVYHGKLLDAFFIRPFYKMMLGKKITLKD
MESVDSEYHESLNWLLSHDPTELDVMFVLDYESFGTIVSKELITNGANIPVTNENKKQYIDLVIKWRFMDRVSEQMNAFM
KGFEDIIPRTAIQVFDERELEYLLCGLGEIDMEDWRKNTQYRSGYHDKHVVIQWFWKAVQTFDDEMKARLLQFVTGTSRV
PMNGFAELYGSNGPQKFTIERWGNTHQLPRSHTCFNRIDLPPYHSYHELREKLRLAIENTEGFEGVD             
>Hmag_XP_002154828                                                              
MNYMLQLIPRSLPQNVDMDAVNRLSNPPSNWSLEADEELVKFLVDHSSSHDLYIGGASRYVESITVSSEQDSANNLLDND
PDTYWESDGSSGRHHIRLQIKAGVIIQKLIIGVDDSDDNYMPSRVLVYCLTDSVQSKLLNEVRIDGCQNGDVVILENAAE
YYPQIEIRIKECKDEGIDCRIHYIKIVSSKQRQCRLNKDLFEKDLVRYPKLQSIDAGNRSCLYYRAQVLNRFISLFDSVI
QYLLPLWEYTVGTYKCLEEIRQLLPLSKKRQGLIENCLRETEGAAPSTIPKIYINRHLAAQQLVDPTFDPDGKSSIFNQL
YEALRVDRCETKMDYRWPPKYEQWWECKFIGEGIIDQGGGFRDSLSDLAEELCPSSPDALLPLPYFVRSPNQFATSNIYR
DCYIPNSNCRIFAHYEWIGQIMGACLRGNENLVLSLPLFIWKMLNCEKISWERDYFSIDATEVLANGDVVPVIEGGENIH
VSYENRIEFLELVKKKRLSEFNEQVIAMKNGLEKVVPKAVLALMTWQELEKRICGDPIITVEALKKSVLNFFKYQNAYIV
LCCFLHALLCFKFNFFITFYILNLVHYQDFEDESNDPSIKIFWQAIENFTNEDRSRFLRFVTGRRRLPTPLIISGSKMNA
ALNSLPESATCSHTLFLPNYSSVAHAEERIRYASYNCIAIDADMSPWED                               
>Hmag_XP_002154884                                                              
PFIFPFECRQMLFYVTTFDRDRAVMKLQETVPDITTNDSSDRVAPRLDKKKRTVNRNNIFKEGESLINDFTNSKSLLEIQ
YEGEVGTGLGPTLEFYALVSKYFQRSDNDMWRGDKVSVVESDGDSKGQVEYCSTLHGLFPIALPKSIKNSQLNKIKAKFR
YLGKFIAKACMDSRMIDIPLSRTFYKWLLKQDNTIDITDLKYVDSILYQSISQLYDVCLEKKRLENDTSYSKESLSLALN
SLTLDGVSIEDLGLDFILPGTNIELKKNGKDTLVTVENLEEYLNLIVKYSLRDGVARQLNAFKEGFEQFFPLKNLRMFYP
EEMELLLCGCKSEQWVAKDLFECCRPDHGYTSSSRAVCYLFDILSKYNTEEQRLFLQFITGSPKLPVGGFKSLNPPLTIV
RKTVDNNANPDDYLPSVMTCVNYLKLPDYSSLEIMYDKLKSAYNEGKNAFHLS                           
>Hmag_XP_002163715                                                              
ENSIDNCGLDLTFATDMEVLGKLTEHELKVGGKEIEVTDANKSEYIELITDWRFSRGVVDQTKSFLSGFNEVLPMYWLQS
FDERELETLLCGMQEYDLDDWQRNTVYRTYQKTSKQILWFWQAVKSFDNEKKSRLLQFVTGTCRLPVGGFAELIGSNGPQ
KFCIEKVGKETWLPRSHTCFNRLDLPPYRSYEQLLEKLTFAIEETEGFGQE                             
>Hmag_XP_002164389                                                              
TFEIRFLHLVFLIQIICNFLSSLSLQEEVLVRLWKFVYSLGPGAGLKSILNYIMGNSVTLPAPLSSLLVLFFECSLQLLP
ILDDSELYEKQKPFSLDDLVKLSAFLNSMVFKMIWLSSATTSNPEILGGDVKKAALQLLLLIHDRDCRKQFTPNNHWLVK
ELKVSQFHFELMEKVPRALAVLKDIPHVIPHMERMKIFYNWISEDKKSLGIDKECSHPSALISINRSHLLENGYEQLCRY
TGTQLKGIIRVKFVNEHGLDEVGIDQDGVFKEFLEDVITEAFNPELNLFKMTCGEEQRLYPSPTSFLHENHLQLFEFVGK
MLGKALYEGILVDVPFASFFLNYMLQHKHSPMYSSIDELPSLDPEMYKNLNFIKTYNGDVSDLELVFAFDEDVLGQMVTH
DLKPGGRFVSVTNSNKMTYIHLMARYRLHTQIKQQSAAFVQGFLSIISPEWLRIFSAPQLQRLISGDTENFDLADLKNYT
RYYGGYHASHQTIVWLWDILSNDFTLQEKKLFLKFVTSCSNPPLLGFKHLEPPFSIRFVDSSDEDDNGDTPTSIVRGLFS
LRKRGTTSSARLPTSSTCFNLLKLPCYKKKSILKEKLKYAIKSGAGFELS                              
>Tadh_XP_002117556                                                              
MSIIIIVYENPQLQSPEYFENVLPRLCQLVRSLSLPAKAELVRFWAKFNESQMLQLVISLQQYLTCTVVNILACSDTDIL
TSIDISLSNILYNLDMLYLANCLGGITRQSNLAHSEIVTNQASTTANADARSDQVGVFMRTVGGLRRKQDIRHHELQRLL
NIDPAICRRPIVTFSAFYNEALSDAIDPRYDYRRFTVNDICLLDFPCVIMPFNKTQYLSLDCRLRQNDEIGAAIILSLLN
RDVPNPFLIIRVRRDHLIEDALWQLEHVSDDNPSALLKQLRIKFVGEEGVDDGGLSKEFFVLINQEIFNPEYAMFRYNEK
AGTYWFTPDSYETDAQYKLVGILVGLAIYNGIILDVTFPMALYRKLYGQKLILEDLSDCFPEIWQSLVNLLNYEGDVEND
FMYTFKISYTNVFGDAVTVDLVENGGEISVNKNNREEFIRLYTEFLLTNSVKNQFDAFKKGFNMVTEDSLLKYLFRPDEV
DMLVCGSKCLDFHELERVTYYDGGLTKDSTLVKDLWEVVHSFDEESKRKFLKFTTGSDRVPVGGLSKIMFRVIKNGDDST
RLPTSHTCFNVLMLCNYSSKAKLKERLLYAINNGNAGFGLS                                       
>Tadh_XP_002117492                                                              
EQGKINGDWQPMINYFKTTFDSFYQLASTFQLTKDSKGLHSSSKHHIDLLYVRTVYNSLSSTPRKVNRIVLKCITSLLIN
QIKKEHTVDELKAYLILLLDPQFSHSSTYVAFAHLLRQIAFLSDVNHRILGQWIVKYVEFIFRAVISNIHQFISLRVFPD
QSNHLPPSNATLWWIPAAAKVLEILYKANYTSKSNFLSYVEFYNNTLDHINLMADYYRWQKKSDGFCFCQYPFLLSLRAK
QIIMHHDSENQMITTARRDLIERVRENKVPNTSAIFLNLTVRRSHIVSDSLNEIANKQDQLKKKITVTFIGEPGLDMGGL
TKEWFLLLIRQIFRSEYGMFSYNKITQNFWFTMGRSGNLMEYNLIGVLMGLAVYNSIVLDIRFPRPCYKKLLALPSGHSN
RPQTRVGMAHLNLNDLQQVFPDLAHGLQELLDYNGNVEEDFCYTFQLSYQSFERVNTHILKPNGNKIPVTNKNRYEYVQL
YVDFMMNRIIYHQFSSFYRGFHTVCTSNSLTFLKAEELEILICGYPNFDITELMAITQYEGYTKDNRVIKNFWDVALQLS
KNKQRQLLSFVTGSDRIPVGGITEMNFKILYVENTDYLPTSQTCFNQLCLPPYKSKHILKKKLLIALANSKGFGLE    
>Tadh_XP_002116356                                                              
MQENSCEWSQGYHLTWYDHLNADWSNENIRLFTSRHGIDGLFDKLVTNREAQAANHDHQNSTYSALPTYESKTIDQSLLV
DYLNTLILNQYRLVKAVNTQLPFTTYLRKRLIILQRLYHANFYRYYSQDKPLLQSVAAASSTHSSGPTRGPDSSNSLYRP
STSAITNLATTGQSQGVNLLIEVGVKTGINVIFMLLKQSWLNDAKSSTYWNQLLSTALQTLMLMPPLSLASEPKLPRLAQ
DTLNSVVEFLTSSLQADSGNTFEGRQIAIELLLTIAIQKGSLGAILNWIQLALSLANSPHPLPQDQPMAIHGDLFNRLLL
QIEIGNCYRSLLISIYESIESIGVESIAANGSENKSVTSTQQEYIYIEDAAIHLLQEVASLAREHEGIFRDTVDSSLQTD



HVKESHVYVWGSNSSYQLGISEPEKMLIPHLTPSFANSEQGNYGRLGLGDSSNQNRPKLIRFEHECKIKNLVSSKGSDGH
TLAIASDGRIYSWGDGDYGKLGHGNHVTQKSPKLILGPMQGKVVRQIAVGYRHSAAITSEGLLYTWGDGDYGRLGHGDNH
SRSIPTLVKDITGVGSVSCGSSFTVVISQDATTVWSFGAGDNGKLGHGDTSRVYRPKVISNLQGLLIRKVCCASQSSLAL
TSIGQVFVWGSGPCLGYGQADATFLVPKRLDEFQDLQIIDIAVGDNHCLALTCDNDVYSWGNNASGQCGLGNNNSPVLLP
RKVTGFDNHVIYQISVGTSHSIAWTALPTDRCIVTSYKPFCIDLKENTFSKLYHLLDRFCTFNDTASSVVTHGQRKQLVC
TCLNLLAIHLSLASTDWCSWTSALGQYSQPLRELMFRLIDTPEYFEDAKNVLSVGARLLLPDLPEMAKSMKHEEILEIRN
TSTNAEKFINSAEGLLIFQQMDDLLLIMQKHLLTLCNKYIGKTHSDQQPKLCLEALNAYVSALTTSTVDILVEAKVIVQH
FSVADKIREVLEAVLNSVVGTHLSQVTHSLLLLPPMITKTYLPDLILLVSCLDDFLCLLPGIESVDKELENLSNEKTETS
DKEFGLEYKEPYVWLLDIQRTCCFLIGRCIGGMLYDMPSCNEDIVNYWIKSTLLQNGFEECINEDEYHRRVISEEEMENL
IIKINPSIVGLINPNKSDTATELLWQHVREWLDDDGQDELSTKYNVLLDDACKYALASMLKHCRFAGVDIINSRQSNDSP
LRLVLTNLNKLRTNLTSWIKKFKGFGDNSFKKIQDRLKSFALFLCCYIKSALLANNDEVQFVVEQFFMKKVASGSSNEQN
EGLSSGSTNAANNSGNIDIGVKGLANKLEPNRQNAILRQMKQICDQVAKFMSLAIAATSSSCKNIDLPSMIIDIARNSRQ
KSEMRIYGLKVLLTLLSPDVTPPDLIHSAEVTPRFSLPSLPSCQVQFLIGCFGNIPSIKLDTNFTHYQDMTFFNTTEAQL
EMQGATHRLYRMLLGLLHRYLCDKDSDQNTWSCTILVLLQSLSLYHNYEDLKVLISSEVVNILSRLINKVNPLKMSLHSR
SVAFSPQTPFHIASKNWLQLLMSVASLRLLQIFCISVCLTSKSFSKVTMDSIGEILWQLLLKLKKCRHTLLGTDWNLSAF
LVFIRRLSFSNSFISTISSTKWVKSLLEINNSYLETSGDGVISIQQRLLSINLLKCTLSALTADEHVIRQIIESLFDNIS
DMMSFIQPSTEYSDYSKLIVDYTTDSPMNLDPAIPIKANFDPDLTICCTVENLTTLVHSVNGRGYGIAASSIKSGTRRWN
FYVTQDTRNSDGVCIGMTRYPITDYNYRTTSDMWLYRACNGSLYHGGELPSSTFPSYAGGDYITVIVDMQSCNIAFGKND
EEPMIAFENIDRQELLPVIVFGNNSPGERISLLDMRIDGPPIDLIAGDPLCAPSHVISAQALVELIRELHENKNWKTIIN
ETIINRLTINDNVLIANNDEADGVTYSHIFPHHQISDSIVYSVAFNVDSLEEHQDPDYPKLCLHTLCRLAWPALAVLGGI
DCGYRVGSTCQHQPSSRIVTLLGMKRSYSKLVTVLWNDTDAAVSEIPLAQLKLYKPKSFDIDGLDCINADVIQSIIYLSG
LPENPLKEYRANSLFDGDNVQDHDIASTAFANSVDSAHLREGNDVQLPRWISSYYKLIQIRQDSELNTVKLSHLQFTATK
ALMILISCRKFTQLLSGQEAVELYDSCTNDSLKQVCIPFMKYFVRSAISSSPIRRFIPFTEFDRVFSVFVTKIQGFINKN
EWDRESLSSSPTKIKSVDAAEMAGRIVGDHSARAISDKSGLTVANISTSISGPLLEMGFSRTQIQMAIEATADENTIPNI
RDMLSWLLRSEIRSQLHSTDDHAATSARHFHVHDQSTPTHVNQLNSHLFDQSTRMSQLSGHSVIGSATTQVPTLHASNEV
CELCLLNSSNMDRHMRSYHPGCNSNSSVNQVCGSGTPYYLCPSCRSNYLRQYGSGGEITTKLSTVENRYSFGRFKLLEEA
FDLLSPSDRSKTSQGLVIDANDTADLRLASDSFDDIAPVLKFSFIDFKDNIMQYDQTDSLGNHFACYAHCQINSEGSQQS
TRSVTIEKKKLRGSLAQQGQRLKSKSDRIFAMRRCTVASQICAARITTTYLLALFYYLPSHAEKLKYLHVLELDDADKLI
KLLQIAIAGRIDQDYVSMYGISSAEQIDVIISAINVLISYDQSAFRQVVLLCTYDLSKVAFGEGINNDGTNILTDPKAAI
SDHQIFCSSRNLSIVKSLIETVIDSLAAHSQQNQAWIPTRSHHILGNKDLLLPLLNVLAACSISKLLPSWERSWAAYQLA
ILMGKLAHFGSKSDTKITFKSLKSLQCYLPSCSTQLLSAHKTPVISLSCHFDSGLVVISTVSNTVYLRELKTGGYHATVL
DVEETDTNIDCDDANLFHEENKIRKYIGNLQFNSNGKYFAGSKRRKIYFGVTSNGKRSVYTQACHVTCLTWPRYRRINSG
EENIRDYLLVGTENGDVFILEVNNNDALQKRPMPAFQRSSAITSLAWHSTSSYFIVASADGIIQIGLLSHLFDPVEIYRH
PDECDITTSWDVSGRYLSIIVASHDDSTAMIWVEDNQELKLDFTIPLNTTIIKWSNGFVDKTGETCLFATGDDIGLIRMY
VVSYQGVSSNFEHQSISPVSAFERKQFNSKNLSRHQYSNIYHLYNIAGHEDSIVSLAFISNDSVLVSLCADHQVNFWSAY
DGIPLQTYQSNKPVVCFESLGNFGLALGSVGLKDVTVFLFNDDWLEKIRYSAVSKHSLHLCGFTQLDIAPCLCGLIKNLP
AIMLEQYTYEKCIIKDGDQLMHSRYLQSLTSIVCTLNLDRIICYDPIKRSINLETIYPLPEWKWLVDYCRAEQLCVSLQC
SRQQNLFQLITSTKENEILPPWKLAMDREIIEWVTDRPQDWKMSAKCEAYTWGGGRHGQLAESGRLVLQPTLTSSFSKAK
QIHCGHNSTFVIEHDGTVLACGEGSYGRLGQGNSDDLPRLRPITALQGFVVTELATSTGLEGHSLALTETGEVFSWGDGD
YGKLGHGNSERQRRPRQIEALRGEDVLHVACGHKHSAIVTVDGKLFTFGASDLGRLGLGNTSNKKLPAQVTALQPIMVEL
IACGANHTVVVTTDRESVWTFGEGEYGQLGLGRTTAKMTPQYVDAFSKLNIKKICCGARFTLALTKEGKVYSCGHNRCNG
IFEVDTQHADYYPQQVMALSEQFIEDIAAGYEHALALTKEGDVWSWGNDTDGQLGLGQTLPQREPCLISSLQGKGIRQIS
AGHNHSAAWTVAPASIRKAMATSSSLELGLPERIPEIYGSLAGIDIQLIRSRLQYLLDMSEAIYYSWRLLDLCPKKLSHI
SNGFMGIMQGFLRPLLPTRVTMQPFLRHISKTMLHNRNFGPTVKQVMQSNLAELCLPMRAWKVKLVGEGADDAGGVFDDT
VSEMCKELESNDVSLLIPTPNSVDQLGYNQDRFIINPSASSIEELKKFEFLGVLLGISVRSKKPLDLHLSPTVWKQICGI
PLTEGDIEEVDTLFIQTMRSLRDVEYNDIDENTFQEYFPISTFVAKDSNGKFVPIVPGGRNIELSYNTRMNYVKSAIEFR
LHEVDSQIAAIRKGMSWVIPVPLLSFMTELQLEKITCGAAEIDISVLKSMISFKAGEEINQLLSWLWSILESFSSKEKVL
FMRFISGRSRLPSNKMDLGQKFQVIKVDRPLDSLPMSQTCFFQLRLPSYSSQEVMAEKLRYAISNCRSIDTDNYMLANND
ITEAPGDLADEML                                                                   
>Tadh_XP_002115960                                                              
MFAWGKAIEGQLGLGGIDENCILKATHVDLTTNHTIKLISCGLNHTILLLQDGQIYSCGSNDYGQTGRQRNNKRFARIDA
FESMRITNVSSNGANHNLAINDKNCIYAWGDNSDGQLGVTDQNLKQFYRTPRQIKSLSKFAVVQVACGQSHSLAVINDGT
VFSWGSNRYGQLGIDSNVSSVEPKQILKLSGFYIVQIAAGGAHSLAITNSGALLTWGKNSFGQLGLGTNDGVLSPTCVSS
LRSQHIAYAACGEDHTAVLTKEGGVFTFGAGSSGQLGHNSLSHHCSPQMVVDLMGIVVTQITCGRFYALQQDEVSLDYTK
KNFFDTPLYLSTSTFDTLCRENLTSKNLSLICSSYCCLNGSFPIINGDKWSKNDNGMDLIEARQIMRQISRLPKQILHDL
QATLVVTFQPNLNFFHLDQIRFLLLLPEFTSITDTEGKRFFAYNYCKIVYSLPDQLKEVLSKWWSTLGAAYFVHIVNETS
RERDMTCCLAVLLLLNKCNESAAIISYTQFYLTEILQYINIEDDYIRWVKNVKGLIFCHYPFLLDTLVKTRLLDLDTKIL
QQNVMQGIARYNMNQILSVNGTNTTVALVQPFLVLTVKRENLLRDTLEQIIRSSPETFRKPLKIEFVNEDAVDEGGVRKE
FFLLIIREIFDPKYGMFQVIEDSNMTWFADKANIDMISTFFRGLQELLDYEGEDVEDTFGLTFQISREYYGSTETIDLTR
DGSNVPVTKDNRLEFVNAYVKFELEDSISESFNAFKAGFLQVYGGKVLELFHPEELRALLCGKEYVDFNELEKVTAYQGE
FYDGHITIKYFWEIFQELTLDKKKAFLTFLTGTDHVPVTGVTSMKLIFQSVHGADEGKLPVAHTCFNILDLPVYKSKETL
RQKLLLAIENSAGFGLV                                                               



>Tadh_XP_002115793                                                              
MSYFVAGLQSLFERIPQFIQTISAQVSIPRTDVVFQWNEPCRVGREVTFSVLSHRNQYGELIDSDQILIEIHVGGIAVPF
TVEIFENPRNLVHLVRFVAHRSGSYTVSIMRSGQHIRGSPFIKIFDAGPVDPLKTAFANYTSTVVVTNNIYHSLDVIAKD
KYGNVCSPKQLDKSLFNLRVNKLDAKKTSHNAELVVVSGDTADGNSTMLLKISEPGCFRAIATYNNIKLKNGEIIIISLT
ESEASEVDRIIKSNDTNLSYQIKYFSSNVFDKARSAYSYISPRQLTIKEFYLKFIPRTICNFRIRPHTKFSYSSSHSCDP
HILTISDGLQPPVTIWCEKRNILVAIFNRYLQRSLGGSESFQHKRSFFYQEVRKVHASHPSRAFTKLRITNLNRKKILKS
FMSKTARFDVSDWCHNFEVSFELEEALDWGGVRRELFEILNTELFTPSENGLFTTFDIENKQALIHPNTKRADSYPLSFY
ELCGKIVGKCLYDSAQGEAYHLLVKARFSRSFLAQMLGLRVSYDYFSSDDPELYKTKIKYILDNDVTELNLTFAEEEYSS
SGNVVKVVDLKSNGRFITVTEENKIEYLNLLSQHRLAKKFTSEMDHFLKGVHLLIPENLLAIFDESELELLMCGIGNISI
SDMKLNCIATDSSRSFGKILRWFWAIVGTFSQEELARLLQFVTGSSQLPPGGFKELRPSLQISPALVQNGLPTSHTCFNQ
LCLPEYDSSAELKRCLILAINEGSEGFGLV                                                  
>Tadh_XP_002114869                                                              
MATMQFWPSGRGTVCRRDSAFMEIIDPNEWLHLEVERNSFLNRTQQERRKRLEQRMRNDQAKKIQATFRGYVEKLRQRTK
YRKIFDQYFATEKSIDMLSSKDLFTCTRWLLFYYDAKQDGFFKAMRDLFIHRVPASIDESPNPPTPMAQSLLKLLLNVII
GTSDTSAVLLQFSKIFLSGTFSPQITHFLVPAICEVDSSFPLYPLIVSLVKNDHLKQSNRRFTLTPQINISGIELVMEPT
PTLVYNLLQIGKSRKVKTMPLDVKLRYLQAIYLSFPCLRKELVLIDLTCKVTTEDAESDDDDEIFDNSSENLQFMRQLCL
AKLDDNLHVELLVDMEAINNKDFRVRSQFVLYVCLICHAVIAKLKVPYYKLSSQSKSVLQLLSGSSQLVHEAEIMNVLIP
LLHTFCCCLYLSFCSLHDTSFQQDSVDLPFDLNQIRDLSARLRDAAVGIIGVCHSRRSNHHSSSMIAFNKRPTIEDNKAK
LTQQWSFYEWLTVCRSVTKLVKHLYDRDSRLSFCQPNHWLSPLANIQIDNLDLEYFFKDEEMRGRPTQEVALVQELPFVV
SFQDRIKILHYLDRLDADANSTGLEQFMMGSLSAVVKRGRMYEDAFNALTKEKAPNLKKKIRVTILNEQGLEEAGIDGGG
LFREFLTEVLKEGFNPNYGLFKLTQDGCLYPNSNVPVIISNFRDHYYFLGRILGKAIFEKHLVELPLAGFFLSKILSDNS
EVGIHHLASLDPVMYKNLLSLKSYQGDIADLELNFTVVNENLGEAEVVDLKPGGQNIAVTPENLIEYIHKLADYKLNKEV
LISGAEVPIDLQDLRANTNYSGGYSDNDEYINMFWDVAEDFTDKQRRKLLKFVTSCSRPPLLGFKELFPAFCIHGSGESN
DETRLPSASTCMNLLKLPRFRSRDILKEKLTYAIESNSGFELS                                     
>Tadh_XP_002114509                                                              
MTSLHVAVCPLPLSRNQLYQRLKEISRKVNTNRGNGSINSLKLLPGLEDAKIRDCVIGPKHIGLLFEDGSICRVSYIIHA
ELLREDCPSRNASHLGSDTKATTSGTTETGGSSRSSTSSRNTASVNVWPSSGVRARVMRRNRDSLLRRPFLASYRNVLPV
NLVPDDLIEQVQGVLQDKSRQVIIRELQRSNLDVNVAVNNLLSRDDDDDTGEPEDSTEYTLADEMLSDNASFFDDGGFIF
DSDFGDDNLTNNVHIRPSTSRGGSYRQSLRRDPSNTAEREESSKLMRSFDDLSDATSSNNLTDRNIDDISDLVQFNHVQW
WLAADNTKEKDFTHIAALHSELIAVNSSGKLFQWKWSDKHPYKGQTDENMRHPRTADLDLKNEVIVLVAANSIRASVATL
SGKVATWVDDCVHYFANKIEHPARKFREFEDNPIKSLQVCPLYTCVQLSSDVVMWWGIPPFAVRKKIIEKAKLRLKKAKS
SCEPSSITVGSMVRFSGNPIYNHGAIAINISSGKPKIGQLLESAWNMDDKRRFRILPYNFVDADLENDDSHAQFKSESSK
RYRDDSEFMEEIWDIKNAIFVEASMEPPVGQVMKIDGGFAIVKVNSRQDDSKSADDGDTQLYLETMLLRSCRLLPLGDLQ
LTKTPYSCRCVDKIQRVPKLLPPSKGRIVALSANCNGILQVTRSDGKLTYSRFNLDNGRSHTLCTIPTDMIQVEEHKEKA
TMLSIDQEWNCVLRDSLGALFPLSVVAGQNIKDSDWLNLPPTRSIAVGVNFMERSIHSINNPIALIAMVMDNQKLMSYIL
ESDYRSVRQLLDEVDRISDPESKQNYIKSLLLEHCDGKRNILHMCASMCKATAEEDRRQADQSTPVNPSSSYSGPYLLAN
LHRSTSFPSSRTDSVDRLISSHMDEDMFVSSRHETISSHRDEISSLLGFMNESSSLPGPSVREGMKSQGSSKTSDYSRRE
QEMVTSNSFESSKEFNTSAAIKCLSLICKNDALKPYLGLLLLTRDAHGYTPFMLAVHLRAYKAALILFDLAKELAEKQDD
SKEVLRQIICPSETTTDCSPIYNICLNDCCSFTWTGTEHINQDVYECRTCGLVDTHCCCTECALICHKGHNCVLKSSPSS
AYCDCLEKCNCQIQVAGSQGDRLRLLQRLIAETDLVRLPNERGEHILLFVLHTAVRQANSHHQFRNRPHDRRLRHSKSLR
SLSGTVVNKDMGPLLEPPKFAAKALELLLQDWTSVMSLIMPEAVNVIFDEGTKMNKPHSTDYPFLARDEQKAFLSSQDNS
VRLDCFTYYLTVKYNTNECKALEHLLRTIIKSIENPITTVEAEIVAKRFVRSVARIFVVLSATPDAANVFRIPLRKCRSV
FQSLHIFAVTELAKAADSLIAPVRLGIAQPAWLTVLTSHVDAAQFIENLFVTEPFTEGSTAGGSRTDGNDTSNPSFNDSL
NNDQHASQEIRDPVIEIDHANIRSDADNTERRNTHDLTSSVSNDTLASRAPMAVEELIDTDSDASSPHEQSRELSRSADI
ANEGIQVDNSSNNESEMDLGMLEEIDSDSSDSVVLRIESASATTSRMHVQNDIDSNMVYYSDEEDESSSSEAFEEPDELP
GRPQSRRMMRGNTDAPIYNISRSIREPHVLQWAVNATAHPQQGGHIITPNSILYPDSIRTGNSGNSNNSNRDSISSIANS
NSSYIAKMFAVTVREVTDLLVTLTNLKKTKCIKSRSNTILPVDEVNLVDLQEKVKGCLSQSWRWIVDVMDNTESQLRFGV
SLLLATDKKHPMHPLNPDYQQKLIASSRRDRASNRDTGHLWESSYRRARLEASNLFASSRHDVLIYALSLMRSNNYEHRD
TIPFMDISSMKHVAYVFDAIMYFLRHDIRSLSTEDENNTRVSYEVSNRTSSSGATINVKEVSDTSKVYESRVRKNKRFFR
RTNSTLHLGSEPADPFKTPMNIALPLAEKPHLLSPSVLKQDLFSSSIDTRDCFNSNRSVSVDLNLSTRLQNQHGDCGTDF
NEMKPECWLGRWKLTVELFSRAFMEDIGCQPDSVLTELVSFDIKEAAFRREMEKHKNLQTRDLVIEVERDGAAMIKQTVI
SLNDFYKKHQTLDQPLAVHRVKASFKNEPGEGSGVARSFYSGIAEAFLSNEKLPVLNAGSSSSRDVNLGNDRRRGRNYFV
STNRIRDVQSYPLSYDAPSFDPTKYSHLESVIYNSSEKQVLGKRLFEKIRAFHPEHAAKITGMLLEHAPTQNLLALFSDE
NYLRQRIDEAISIICSHQSETEDNSSHQNSKDNEPLFYQPGKVGFYSPRPGSNSLTRLNLFRNIGRIIGLCLLQNEVSTL
TFNRHVLKVLLNRDVQWHDLAFFNASLYENLRQLIMAGNKDNAEQYFKEMDLRFVINLSQEEGGKEVELIEGGSGISVTP
ENVYEYVELYAMQKMYFCMQKPLDAMRKGIFDVIPQNAFKNLNTEDLRLLLNGIGEVDVKWVKRHTSFNDESKGSSGNVE
RLKRWFWSIFEKMSTEEKRELLYFWTSSPALPVSGEGFQPLPTITIRPSDDQHLPTANTCISRLYLPLYSSKAILKSKLL
MAIKIKVFGFV                                                                     
>Tadh_XP_002114258                                                              
RWEIAVENAYSLQLLYPFTLPPSDVELEHKLSIPPKNWKLEHNKLLATYLSENMDNGNTAYGNLKDYVESIAVSSMEEDK
DALTDGNQSSYWESDGSQGCHWIRLRIKKGVIIKCLLVTVDPNDDNYMPHLIEVKGGDHDDMRKMAEVLMDCTKMSDVTI
LQDMAEYLPEIEIRIKECKDEGIDTRIHGIKIITSSDISSSLTIDLLKNKKIERFPLLANFNPEALYYRSMAILRFNELF



DSVINLVIPDWSEECTNICNFKAVRQILQLSKRRLALIERLLRDSQTKCVPEPIPKVYLDRRLASEHKSDTSRDPTAENA
LFNQLYNELRPENCRFRLDYRWSIQYEQWWECKFVSEGIIDQGGGFRDSLADIAEELCPSAEDVQIPLPFFIRSCNQAHD
AANIHRDGYIPNPACKEFTKYEWIGQLMGACFRSRECLVLSLPSFIWKKLTGEVVTWEDYSTVDEAIVRLLVALESMSEE
RFNNDYADALTYSTNLSDGSTVDLKSNGSETSVLYEDRLHYVQLVREARLHEVDDQIRSIKKGLLRVIPKAVLHILTWQE
LEKRICGNPEITVQELKNIARYEDIEVDDSRVKYFWKALENFSNEDRSRLLRFVTGRRRLPAPLFICPSRSGAAEDSLPE
SATCSSTLFLPEYTSPKVAEEKLLYAAYNCTSIDTDMRTWDD                                      
>Tadh_XP_002114155                                                              
MYRHLLNVVYSVKTLTIFCEIHELAIEIFNKMRWLLFIFQDDVDSKRLEMLCHRILSNMTVSDSPKLWYVTLAISNQYLP
LWLYQAKKLLQVCSEQLANMKINKKNELEAMQLYLTVLVTFSSTKSWKLMSSKANKNFRPILDQICKQVLLHLVNNNFFA
NMKNFLWNCTRSGELKLSKVTLSGVIVLIQRTFSASSNNLKLLKQFMESIMAFPALLYHVKKLSPEASLSLAEFRQSHVL
EVVLETYADGSNLSNLTTKLGGYYTFSLLGNLIQLSHYADKVSNLENNVRRNKSIIMYLLNYCHDQNSVKNSNATVHHPL
FGWCSEALATDLQDSVPLIGKQFQYLWMPSAVQLFFTDIFEKSDETPNEAAASVKTGDSVKKKKGLFGRVFSKSQIKGFI
LSSTKVKTNSDLIKRICSTCAMYNTAISTLPEMRTDVLTGISYYYGLLEPLWKFIHTLYMEEGPKIFHENSPNLSDTISL
TTLFCNCCCHLITIVDDIELYQENKPFTLDELIKMVTLLNHMVFYAIWKLDGAKYPYEYRQMINAGHMLLMVLYDRDCRR
SFTPENHWIIKELNFNEFISALNEGTNRSHVLLRKIAHVIPREKRVDLFRKLVADDKKSLGIFADTLAIRPNYTYININR
SRLLEDGYEQLTQLPPEAIKRTIKVQFVNEQGLTEAGIDESGVFKEFLEETIKKAFDPALNLFKVTCGDEPRLYPSPTSY
IHGNHLPLFEFVGRMLGKAVYEGLVVEVPLALFFLNNVLGGQHSILYSCIDELPSLDPELYKNLNYVKNYEDDVEDLALT
FSFDEDVLGKIITHDLKYGGSTIPVTNENKLSYIHLMAHFRLRKQLKKQTAAFIRGFHSVIKPEWLQVFSGPELQLLIAG
ENTTISILDLKKYTKYLGGYHSKHRVIQWLWDILKNDFGEEDRCKFLKFVTSCSKPPLQGFSNLQPPFTIRYVEAENEED
RESISRVLFRALSIPNRKSQSTSRLPTSSTCFNLLKLPNYHSKHVLREKLRYAIQSNSGFELS                 
>Tadh_XP_002112466                                                              
MLKKSKEEDLFAKPQSIPSKRSSELRRQSVDDAQLRGSILITGAGRSVSVAHLNNLSRPLSASNLAALSDSNLSVQAALL
PRSYNKPNTNTSQAKIIFQQSFVSLVSCYYGQLTIGCEKSNCRNKFCRSNEDFKLLSSDMAAIVSIELASRQRLFLCSGR
KYEEDLIPDAVFKAAANSSRPFLHALFSTSPFKCLFRSPYDSRNISHAENPQRIEERWSDDKRGTDNEQCDQSSISLYEL
SLTHLTYGMVKEAIDNYTECGDPAFLVNTFRTVFSSSDALNDSFLVQDTKSSDSSRMLNIDLDLRLMRRTFEIIMDLKPL
ESFKPVIIDSIEILLTRLENSVVNSEEINQVFITKLIKYDQLGFKRILKLLLDHLSAVVHTKQRTNSHNILIVELLGVLH
SINMKAHFVSLSEFYSDDLSRNSLIASPKATKCLFDYPFLFNPAEIHQAQMILQGSERERVVEDSLHSIMCPFLVLEVRR
DYLIEDTMQQIRSKESDLKKPLKIKYVGGGEQGLDMGGLQKEFFHLIVDCIFDPSYGMFTYIEESRKFWIDSASLESERE
FELVGIILGLAIYNGVILDIHFPQSIYKKLQGEQLHLKDLIDVQPTLGASLQELLEYDGDVEDIFCFTFEISYMSLGRMV
DVELKPRGSLIPVTNENREEFVNLYIQHLLVNSIEKQFQPFSRGFHKVCGGDTLTLFRAEELDLVICGSNELDFDSLERT
ANYDGYTCTSVIIVHFWELVHAMNEKHKKLLLMFVTGSDRAPLKGLGNLKIIIQRNGGDSNRLPTAMTCFNRLLLPDYKN
KNKLEKLLLLAIENGKGFGLT                                                           
>Tadh_XP_002112421                                                              
MSHSEGPLRPRLRLNMKWLKVNLKDSFTRDGLNSLWNELVRNDEVNRTDACSDTRLNSSGAIARKGKSGHFYCGRRVLTC
TCCDGFCGPNDGCNCGPCRRLDGEDIEKQSPITLDVNKVIDSWTWGEKPGIDELKDLIKQIVREQQRLCGNAANNTPSSN
RIYQRMVVFERYYTAQMHNFHNRKPAKLPKAEISDASNHAWISNAFNDSNQDTSSMSLLTHVGTRMGLSFMFAFLRRTWR
SGEDVDVCSDFLQESLHILTSLPDSCLYKSTHHDNRWNDAVEMTMKFFTSIILSDDRTTKSTLHIPADDLSTALLIIFEL
AMKRASLQGLLQGVLILLRLWERSRSSTKNWKRAPVVPLLYRLQNISMKKDEHSKNITEVSDSEIVSPTDCFLRFLSLPK
DERSLIDFRQAAVIILSYLDKISEPNRPTAENYQLSTPKTEVLGWGNINWLGGESNDGSLKIYETVAELGIKQIMCSSDN
IIALTNNGRVYSLAYNARCEAPVLLDSLIDIKIKKIAANVEGEHYLALSSDGCVYSWGSGDGGRLGHGDIRREPELVKEL
VNKKITQIACGSTYSAAVTSNGELYTWGRGSYGRLGHGNSEDRLLPTLVAGLSGSHVVDVACGSGDAHTLAIDKDGIVWS
WGDGDYGKLGRGGSDCCKVPKVVETLKHHNKYIVNVLCGSQFSVALGKDGTVWTWGKSDGYRLGHGTLDHVRYPKMVEGL
INYHIVDIAVGPSHCLALTDNCQIFTWGSDVQKYALSSDNYNMEPTCISAINKEFIAGVACGPAQNFLWTSGGKLEIETH
LPYCLEVSSGTFEKLNQLIALVHDGLDGSCDWPPPSQQQECIAVAALNLLRLQLHAAITNGVPGIEIGLDPQGNLLGSLR
QHLIDMASNHGVLTTVQNAAQLVLQTGWPLLLPIAEGRGRSLTDIIIDAGLSKNCGSGRCFMINLLVNSLIANGIENILE
SAISVVTLALSSRFDEQFIEHLAITDDEKHSNDSEVIYCNSILLALSKHLIHSLSDIVISDMVILSTDSCKDRKELQRYD
IKVAVNLLNQLQRKSSAKNRELHAALMLLDYYLTSLSASACKIFRKAVQILKEEEQFYGGIIDLLTKSAIGVLLPELVID
LLLLQSRVPDKISKLSEVTSLITLLNVLDEFNLLASDISKEDESDMTWPEVLVISEELKYNEDVPVIRLEDIENHNKEGG
VWTIINGRVYDLSEFMLQAPCSEEKLNQYAGKDATEVFDSAGHSEEAKALMQAFFVGLYAEPENIVKCRGVQPVSLIFLD
TERALGRLLGLHACYLSKSGILTPEEECYGPLLSSEFFKGGMNESVHSNAGNTSSTENKVDGPSTLFLTALANGHTNETQ
VKIFDNLITNYCQRKHLITPMSLTGDHPLERCGKILLACLIKHLGLTPLTLAIIQREQISMTEESDRFEGKTANNSVGCM
NELPTALGEICKIVYRAKCAIIRAHQESSCSYDEICSTILERCEFVLNDLRPAVLGNKQLTSPNRKTNSCSRWKKIYSKL
KSKGPIKPNHEQDKNISECDVDTKHSSQTEEKVAIETEMAPIYKESSLDLISAESILAGKYKWLHQLVSTGTTSQEYLSR
SIVSFVLSEDKVDITKLRFCLRQQMNRIEERLKGSALMLSILAQDQLINSVKFSSLSGWQGIPLHNSYNKMVITHSFVNT
GLAPPRYHLDLQDKLEKIHDWTINSLKDSILGYYTAVEKTQMGAASSADVTTPDVLSHFRYILSYFSILSSELYSIDLSL
CLDSGVLALTQSILNSLGPQLSNNDKEVNENAVAAVEENVIAFRPSVPINLSGPEMAKLMTKGTRVVRGPDWKWGDQDGG
PTGLGTIVDELGDDGWIRAQWDNGNTNSYRMGKESKYDLKLAQSSIGGNITDEEEEEAHSRDSGDLRKKHSDSVKDLIHR
SCLNLLRIISISTGIFADVIPYRSVRMVCSLIGSIVENNFHFDCGLFDQQKTSAQSWASLGFIRSIAVSTSMCKALSSPK
NVRLILTMVRGNSNGPSLQSLNNITISSNSIIRQILSIRLLKSLLPSLNSEVENEVVRCLVENIFSLLGNVLSYEGDSSH
LIDISQSRKRSKKPVASLSALYNTTIAEELVSLIRSLHFLPYWNIHINNFICTKLSMVPVALEKSVTLNVSEPDSEDKKS
VTIMALAALSVIGGVDCRIRLGGTVVHSEHGKGTVKRIASSGKITVMFHDKKESRSCFLNRLKTQPMQVFSIEQFFVTEA
TSNAWMTLLKLVISEKNFTESDGTISGVRDLSPHELTRTQIWMALLKSLKVLFGARDYFRRLLMQGLVDNTNKQLEDVQG



TFLLQQFLDTAIVPLPIKATFNRDEIEAALLSVCHCLASKVFKRNKLSADKIANRNRAVVHRTTNRKNSNEAPPSNISKK
LMEMGFSKSKVEMAYSAINDVDRLADSRRGNLIEALVNWLIEHGNIAPDGKSSSDSTDSDSSYTAFESESTAETIESSDD
SDTKASRLIEIRKFLTRSDFENSDDYARYIRTNVQIGMKVRCIADFEEVKEGDIGRLDCDGLHDLNVQCFWQQNGGTYWV
RYIQFELTPIEITGSNDMEINVGDYVRVKQTVQTPKFKWGSVTHESIGKVLAITNNGKEVKVDFPEQSGWNGALDEVEKI
LSRHPSIEECFTTQNTHEHDFVSYEDPSSEPVAAHRRDPHRNKKKNTNTVYRAWNDCVRSVSVSSNSIQAKCLYDDKEST
FWQSSGKQGKHWILLELNANLLIHQLSIDIKPSDSSYMPSVVVVSGGNSMMNLKPLNTIKVGAHDLRITLLENQSEEMKL
IEIAIRHCKCNGIDCRVHSINIACIPNTCEQVAVTDNFEYLAVRSSHRSDDTLRNENKGTGIDNTDIDSRVFVWGLNDKG
QLGGCKGSKVKSPTEMKNIAALRPVSIAGGSKTVFIVTYDGKVYVSGEGANGRLGLGNTENISIPVQLDTLNMHFVKKVT
VHPGGRHSLCITREGKVFSWGEGIDGKLGHGDVTSRLSPTLIEALESKLIVEIACGSSHSAAVTADGELYTWGLGDYGRL
GHGDSKTLHIPKQVKALQDYKVIDIACGSRDAQTLALTDNNCVWSWGDGDFGKLGRGGSEGCNIPQKIDALCGRDVCRIA
CGAQFSLALSTTGKVWTWGKGDYYRLGHGNDSHYRSPQLIEGPLKKKRITEIAVGALHCLAVTDTGEVYSWGDNDHGQQG
NGNTTVNKRPQICLGELDGVKISHIACGSSHSIAWCGNLQLTVSYVPVPMLSVKDPLGSSFMKDNEIMAIEKNKSESSID
NRPSLSKILISKTAKEQIESLRLLLRSLQIFFARDAVVEALSDSSIHTSSLLHYEPGSSNLAETRISSDLDDFIKCMNKQ
NLRKLVELLRLAAVGRTGSRGKETISNLLSTLWRSYLGMSSSLLDMCVHELERVVENAKSRDVLIKPIHQESDHPYQANC
NTSAIVRITGADLLRVEFDRRCGTDSRHDLLTILDQNDNILSARSGRDGNDWLSELRVPGDTLKWKFVSGTSVSGWGWRF
VVSPVIESNIPKVSVPDETIIRQPSFELVRCLFRYQLIEKTANIVQIKEIMKLLAACIKFNTLTTAQRTWAIKQLRELIH
LIKNDRTSNLHTDNASNGYFMKLLNDSNSPLRPLLSYLPVALLSQYTYEDTLIKSGKQLTHSVFFKSLVLLGCDLTFDKK
ISEEDQEWSWFRCFCKAHRVGLNIIRREPIPEMFLKEVRSKISESYSESEADISNLHEDHKVFSGEQDRELLQWLYSRPD
DWSLLWGSNHKFYVWGHNHRGQLGGVQGTKVKSPVINDIIAALRPTAVAGGEQTLFILTSEGKVYASGLGGSGRLGIGRS
DNIVTPVIIEPLQHLKIEKLSVHSGGRHAMVLTSNFEVFSWGDGEDGKLGHGDKLSSETPRKIEALLGKQIVHISCGSSH
SAAITSKGELYTWGKGRYGRLGHGDGDDCLKPKLLEALKSYKVIDVACGSGDAQTLAITDDDCVWSWGDGDYGKLGRGGS
DGCKKPLRIESLIGMAVCKVECGSQFSVALTKNGDLYTWGKGDYYRLGHGTNDHVRRPRKVACLQGKQIVTVAAGSLHCV
ACTDAGEVFTWGDNDEGQLGNGTLNPIPEPTLVTVLENVKLNRVGCGSAHSFAWSTEAPIDIGYMPNQIPVEFNHLHHLP
LPALRNRLILLHRFSSLVAPVINMFNLCQEASNDITCITLDALKDILVSTVKENIFNKIIQATMIRDRQHGQTIELNRIQ
VKRFNGKNKTSGNYDSSVFYQVSTAICASNSDNLLLPHRVWKVKFVGESVDDCGGGYSESIAEICDELQNGLLPILIPTP
NGRDEAGVNRDCFIINPEVRPSQSHQFMGTLIGIAIRTGSPLSLNIAQPFWKQLTGRLLSLSDITEIDKDYVPGLLWIRD
ANPEEFEIFACKEPTFSTPSASGKEMHLSGEHSRVTLENRHEYVAKALNYRLHEFDDHIDAIREGMSKVIPVPLLSLFTG
QELERMVCGNPEIPIDLLKSVSTFKGVKSDSPIVQWFWEVLEGFSSYERSLFLRFVWGRTRLPRTIADFRGRDFVLQVLD
KYSPPDDFLPESYTCFFLLKIPRYSSKEVLREKLKYAIYFCKSIDTDDYARIALNVDMTMEDDLI               
>Tadh_XP_002111872                                                              
MKIERNKLRKSTSDVPMECNLLIKQILSCPDSNELVKILKSISNWTFGKSELYHWVDVLDRFDHILELAAKPPEGMDQWQ
YLSTSLQEGGKDLIVEVLRFTALLIEHSYARHLYNSMEHLTTLLASPSLNVILATLNLLYVFSKRSNFISRMPSEKRKFL
LTRLQYLAESWGGNVNGFGLSKCARDIPITEFPASATTLHFEYHMNTPADAIIKDDAQAVNVLYTIHLENLDKYSENPCE
IMSQLMSVYNIPESLQMQLFTRVLLASTFSRYEKRLKCIEARLQATSILVYCSVSQDVLNSILYPGLIEELVETGFVLFT
VIFLKLKEIMEIKAAVLRTLTSVIHLDRNPRINNIIEATGASSYHGFLPSLVHAVVEKMTSSKGDNFTRSTPMTTALFSF
LYHLASYEAGGEALVSSGLVDCLLRVVRHPGTSHEYISFVTRAVRVIDLITNLDMTAFQNHDGLNCFITRLEHEVNVCRQ
VVPYVISVNGDETNISEGARLDTSQRLNQCLPLRAALLKSILNFLKKAMPEPAFSDNIRGLMDTSLPKSLKHMISNANYY
GASLFLSATDVVAVYIFQEPTVLSVLQNNGLSSIIIKALIEKEVPATREVLSSLPNVLGALCLNSRGLEQLVKIKPFRRL
FRVLVSEEYLPAMRRRRSSDQPGDTAFNLGVAMDEFMRHQPSIRTDAMNAIIELIKELVSLGTDDQYSCLTSPSKNIPDG
GQESRNRNADVSSDEEDETDNTSSLAIISREVGDKDDIQKRKSIPLLDYIFNVAKFLESIIGNHRIDDHCHDFIRQNGLV
PLMELFALPNLPLEYPTTTPCQSVSQVAKDIMNLSRDGTVLRTAFNAFKKILVNLQECPTSTSMSGSMLLKELSCCNNLE
TAAESFKTTPILHYLSSASSYVNMLTQVCRTGQLSVQAVCIKEWGSDDGLSLLGSLSDIYLTLIFETGILHALGKSGSLP
EEPKFCQKDKAIEDIKDVSVSPSTFIKRRNKISEGLLNAFSEIISKKDKKEFGVMMEALRTIEEECDDTTWQTKMSNLAE
IVRPLVKPLFAAASSLGHAIADLFTLLIKSCVGPSAKHRNRNNYPVTTEFATNIITRLCSFLYKALTWSPPTGFPYDRLR
LVFLVCAIGITSNLIFDDRKYPYYIVLKKFIETKCDIALFSAFEWVVECDKRYSAMPKDNVVARDMSEIIEEFFESWLSL
LIRFVNTTTMLDPQYPLQTTGSASSSAEEPFNALHFVIRTQKVAFDNLRYMWSKDNFKHHSPGIVSCILTISCLIINGDT
VIRQKLANSADSSSGNQLASSSTVDSNASNSQSRTRRDNDDERSINENYLIQLLDMGFSNTQARAALRCCETVEQATEYI
INNLSEIEPTEEDQLRRAIEASMTDAAAASSSVVTTTVEQGQNKTSEDENKQVLFYVSTEKEYDAISKEQLDNFTADVLN
GCLMLLELSADSVYRICDVIVTVARRNGMEWQRQTLMGLIDKVCCFTSVEINSILRLATSDDCQRDIFISESLTSKILLI
SLLMEELRIPCASVLAKSPLVDLLIRLLTLTQELLICNGNFEHPKWLGPLLLLIDLQEKMAIASKRRAKRGSDFNYQWQW
HEVRNGRWSNYSEATNKEINAAYMAGNTNLRFMIGRRRYTIDFTLMVQINEDTGTRRPVMLMAQPSNQKEEHSAVDGEAS
NETAKGATKSSKDNDENCMLLLIIQSSMFSWSCRSSALLLKVITDPDTVHAILRICLRLTRDYDLAYIFVENNGVSNLVN
LSDSSNFVGFRPLATLLLRHIFEEWSLLNQAMINVIQEVLNMKGGRDYRYLSQKEFNYILRRLGPAICRSENIFVENSKK
MMRFTIPAPKRNGRDAELDKRNIDSLPQHVKLAGDFKNDISISTLPTPAQQVLKVLLDCLYMKPNLKQVEKNIALKTTDD
RESEKLHDIEIDKKSKIDIVDDSKTPKLLLKKSSILQLLSELVHSYPICCHFITEYIPDSNHSNKGVPVLAHILDNLLPA
ESDKDDPEISSAACAFLVSISLASEFPESQGLLVSEIKASMSRVLSQSVCHSKYLALQAIANLISSIIDSSSNDEKAAEF
RQKFNASNSDLKPSHIVRLLKRKGLVTDLARIPHNLDLSSQYMPTIVNAALKPLESFVRMFNTTSDSFDRSFNNQLRRND
VTNTAPSPQEEQIENFLRDGEYGDEDEDDDEDDDDEDDDDDDDDDDDDADEEDNGLYDNMASDGESQSEESDRSCTENIG
STSEIESSHSEVDSSSGVSEVAEESNLARNREINDIEIEDIETNDRGEDNIDDNLYDVEEFSEDNDHEIEMDDNNDDIDG
DDDDDDGDRNDDNDEDGDDLIDAEDANELDEYLNDNDQIYADVEEIDSATFDPNHIPTSHPLLMRSSDRLPRDSNLAARN
SWSRPERLTRLGRFNQNSFFGDPHVGFSGQSASSYSVLQRLLDHAQAAATEALNLRAALLHDRSTLRHTEFIFDSEGFHV
LSPDNGMDELQGRNQFTSTLHRWKEECGILDSGSVFDCILNAREALTPVLTRYRNESMAEAANVAQGEGSKIDDKHAEDD



KKDLESNAGNVEDMDVTPTPEVSQARTSEPEEMDTSESTERIIPLVNPNMLVERLGDTITTVEQTSQVASLDETMASQLV
TPQSSSHVELPPEQGSINIQPQASSVEGRLIWPLPENATADSRSSETITLEIGGTSSTAEAVGASSGAQAEVTVEGLSVP
EGIDPTFLSAIPENMREEVIRDHIQRTRRQQQQSVTPSIEPVSSFNPEFLAALPPEIQEEVLLQESRLRSTNSATSAPTS
EQSFDPASFVRDLNPSLRRTVLADMDDTHVNLLPQDLQTEARQLRQQMELRQARLLQGRLNFVDEGITFTIFYLHKLKRR
ESRRRDRLPFSPIIIHEPGNSERHTRGMIESSKRKTQTVMDGQKILDHESLTCLLTLLFCDEPKLNLNRLHKVVKALCQN
GHTAAWIIHTLLSILRRTAILQENNEIAQSKAKKNALAKGASNSTELLTHLQSHNSKNKSRNLWLSMSVDAALGCKANVF
SIQKTQPESGQGRSYKSRISIHPLAAPLVCRRVVDLLVFLARNYNQHFIPSRALEIKESKERQYGASDSLQETDFWDYLV
KLEQTSLLHRGKTVSKVVETDANTLRQSSLEGCPLGQILSMLNYPVIKQCTNLTDRIIKLLFVIASNMPSNLLLAKLDGG
IKSDEKGPIDESKTSGDPPKDEVKVTEKSVSRLPLISVGESAISGIVASRVSISNVIVERLRLFVDVMCTGRCSEDGLED
ATNFLIHLSRSLSHMRRCMLNLLLHGAKSLGIQLRKDICCLLDEMRESSKNKHKKRSLENVQDASSNKPNVGEGLRSSVS
VGNARTGYDNISITNRSRRLVEQHFKAMAPLTCKTSSQSLFLRILKVILQLRNQSDNNQNSESSQQVASNAEVVNQEPVA
STSGDKEILSNSPHSGDLISFRLSQQIDLNDLWDVLGECLSELGEDSDSHAVLILQPAVEAFFIVHSPEKDDNEDKESLH
LDSPLSQKQLLSQLTKFAPMTPTPSTSESFFSMPPDTVKFVQFAEKHRTVLNQILRQSPTPLLEGPFSILVNHTRLLDFD
VKRKYFRQQLDKLNDTIRPEDGFTIRVRRTHVFEDSFKELSRRTADQMKSKMFIHFEGEDGQDAGGLLREWYLIISREIF
NPNYALFTTSSGDRVTYIINSSSHVNHYHLEYFKFVGRMIAKALFDNKLLDVYFSRSMYKHILGSAVHYSDIESEDYTFY
QSMKYLLEHNISEIDNELTYSTDVCEFGKSEIRDLKPNGRNISVTEANKLEYVHLMCQMKMTGAVRKQIASFLEGFYEII
PKRLISIFDPQELELLISGLPTIDIDDLKANTDYSKYTKDSIQIQWFWRALRSYDQASRAKFLQFVTGTSRVPLQGFAAL
EGMNGPQKFSIHRDDMSTDRLPSAHTCFNQLDLPAYETYDKLNSLLSTAINECPEGFGLV                    
>Tadh_XP_002111607                                                              
MLIPNFISVCALNLLCIITVERWEERTDPYGRHYYVDHNTRTTTWERPEPLPSGWERRHDQYNRPYYVDHNTRTTTWHRP
TSESIRTFQQWQERRQQNQDVRRQNYQQRYLIPSSGIQVVGRDLPPGWERRIDHNGRVYFVDHNTKTTQWEDPRTLAPLP
PSWEKKVTDQGIVYFIDHSTKTTTYTDPRTGAPRYLKCFSSYQGNFDWRLAGFRQMCQDSALPGHTKIAISRNTIFEDSY
NAIISLKPYDLRKRLYIMFKGEDGLDYGGLAREWFFQLSHEMLNPMYCLFEYANQNNYSLQINAASSVNPDHLKYFKFVG
RVIAMALYHGKFIDNGFTLPFYKRLLNRGVSINDLEQVDPEFYNSLNWIKDNNIDECDMEMFFTADMEIFGEIKTYELKT
GGSDIKVTDENKEEYINLMSHWRFTRGVEDQTKAFMEGFYEVVPLRWLEFFNEKELEMMLCGMQEIDVDDWQQNTVYKHY
TKNSKQVMWFWQFVRDRKNEQRIRLLQFITGTCRVPIGGFSHLMGSNGPQKFCIEKVGKESWLPRSHTCFNRLDLPPYKS
YDQLVEKLNFAIEETEGFGNE                                                           
>Tadh_XP_002110915                                                              
SVSNSESLPPLPSGWEERTDANGRLYYVNHIRRTTQWDRPSVRSVVLTYCIKFNDYRAAGMEQPAPSQPSPEIPVPVQPT
PITVSPTNTTNSNGVSPQQVQQLTQYCYPYSSNSKLSEQPLPHGWEMMFTEQGRPFFVDHNTKTTSWNDPRVTGQTALGP
LPPNWEMRYSNGRPFYIDHKSRKTQWEDPRLTVMPYSRDYKAKYDTFRQWMKVPDNLPNKFDIRVKRSHILEDSFRSISA
VKKPDLLKTRLWIEFDQESGLDYGGLAREWFYLLSHEIFNPYYGLFEYSANDNYTLQINPNSGLCNENHLAYFKFAGRVA
GMAVFHGKLLDAFFIAPFYKMMLGKPITLDDMEAVDTEYYNSLQYIMENDPSELDLLFSVDEETLGKVNQIDLKPNGKDI
PVTEKNKKEYIDLVIKWRFASRIKSQMDKFLEGFRELVSLERLRIFDEREIELLMCGMGDIDVHDWRRNTNYKNGYGDQH
LVIQWFWQVVYALEKESRLRLLQFVTGTSRVPMNGFSELYGINGPQRFTIERWGKFDQLPRAHTCFNRIDLPEYKSYQDL
HDKLIMAIECTQGYEGVD                                                              
>Tadh_XP_002110734                                                              
MFESTKCLQKNKLEIQFVGEDGLDYGGLTREFFFLLSRELFNPVCGLFEYSANDTYTIQVSPKSTYVDHWQDWFRFCGRV
IGMAIVHRYLLDVFFARPFYKALLERPCNIGDLEFVDEQYHRSITWIMDNEITDDLAVPFCISYDVFGEKREYELKPNGR
NIYVTESDKKEYVELFLKWRLEQSISEQIKPILKGFRDIIGPEMLSTFDANELELLICGTHDIDVDDWIKNTEYRSGYSE
DHQVIVWFWEAVRIMSNEKRLRLLQFITGTSSLPVEGFAALRGSSGLRKFCIDKLSSTDKLPRAHTCFNRLDLPAYPSYK
VLYKKLVLAIEETDNFGIE                                                             
>Tadh_XP_002109470                                                              
MQPGIVLGAKHLAKKEFFRLPDPFARIAVDGSGQCHSTDIIKHTLDPKWNQNYDLSISKHDSITITVWNHRKIHKRQGAG
FLGCVKIVANAINQLKDTGYQRLALGKSNQRDDCTVKGEIVVSLRSRDRVLSSPGIPQYSIQNSNLFRGRSSANPNKHYS
GTSSPSNQHAPYNGNCAVSNTIPNSNHSSRGLQKPGEENAIRLSVQQVPTSERYDLRNRHQDRNQIHQPTIADSLLRTGP
LRNSHDLAGNLGELPPGWEMRHNPNGRIYFIDHNTRRTQAIDPRIAIKSDQTEERGSLHPKIDLVQKWRNLKSDLSTLQP
QVGFTKIEVTRSDVFEASYNQIMKMRPKDLKKRLTVKFKGEEGLDYGGVAREWLHLLSHEMLNPSYGLFTFSDDDMCCLQ
INQDSSINTNHLSYFHFVGRVMGMGVFHGHHIDGTFPTPFYKQLLNKACTIEDLESVDPGFYRSLCWLLNNDITDDLEQN
FCVEHQSFGEIVEYDLKPNGSAIRVTNDNKYEYAELLVNWKLTHGIDEQLQALKKGFYEIVPTYLLKNFHEKELELIIGG
LKKIDIQDWKANTRLKHCTPSTDVVKWFWQIVDSYCEEERMRLLQFVTGSSRVPLQGFEALQGSLRDATGSRLFTINVVD
INTDCLPKAHTCFNRLDFPPYENYDKMLQKLTCAIEETCGFAVE                                    
>Tadh_XP_002109117                                                              
MLNPLGNPIGIVSDINENRLLPHIVNISFTLHQAGKYKIHIRVDGNEISNSPFQKEFLAGPADPQQSTIGIASSIIVVTR
DVVHSLQLDCRDKFGNYCKAMENRFDLKLTKIGNPSALTNTELALSEQKLETKVIGEEGAYKAQLLYDSVILKNGDFTLV
VLSNVDGAKLHKEIGRKKMNVTFEAKLASKENSYLDFSKKPKKVHCSISARQIKVREYYLKVFSNNVCSFRVLPSTKTLV
IDDGIQAPLSVVCKEKYLFLATYATFLNRKFVGGDTFAMKMSYFQQELAALNIKRSQSKYAVSISRQHALRDSMKQLKNA
SASDWCRPFQIKFQGEQAEDLGGVLREWFHVLSRALFAPSNQLFVGFRDDNQALVRPNNARPPEFAKIKYFEFAGKIVGK
CLLESAITRDSNCYIRACFARSFLAQILGLRVHYKHFENDDPEFFTNKIQYILSNDIADLSLVFAEEIYSSDGKLEKIIE
LKPNGKNCVVNNDNKIEYLDLLAQQRLCKEIQEEKNAFLKGLNDLIPDSLLSIFDENELELLICGTCEYDINDLKLNHAV
IGRTSEFEKILSWFWSTIANFTQQEMARLLQFVTGCSQLPPEGFSELSPKFQIVNAMVTGTLPTAHTCFNELCLPIYDSL
DDMQHSLLIAINEGSEGFGMS                                                           



>Tadh_XP_002108815                                                              
MDHSNEVLDSVKLPVNRSTHKRSPSPVDINQQGCSSYKKQRLSNKDSYSSSSKSVRRSKRHSTPPVRFGYSKYEQRVPKS
SSEIDPVSDYHILGDKVKSTNLVDTSVNYHLDNKSNSHTEATGSCSSTSCRGRSPRKPDCDVEGSRAMSSDDQNSSSNSA
SLSGRDGGQSANANVGASGGIPSLIAHSSPRSIDDLSAPDEGELGRLQALLASRGLPSHLLGALRPHVQQLIQKTVGSAS
KYQPVLDELQSDSEPRQTEAVMNLSQEILMGNEDTLAGFPVRQIVPALVKLLEKEHNFEIMNHAGRCLTNLLVVLPRTSP
VIASAIPQLLNKLKAIEFMDVAEQSLMTLKELSKRHAKAILDHDGINICLTYIDFFPINTQRYALTIAANCCHHVTSKEF
YHVKEVLPTILEKLLCQDKICVENSCTCFSRLVGNLHAEEELLLKIVDFNLLKSIQQLLTLSPPLISTDSFIDCVKMLTI
LCYTVPEAALKLIRQNIANSIRFWLIGSADVDITAGNLKIQWQWQDDNGLWRPYLNHHGMLLEHAYRQGEGEVSIEIDGG
PYNIDLNSMQQTNELSRMSRPIRRLSRKRSADKKVINQNQEILKAFFEQNSQLSVDFIKSLFAVFYEVYISTPALDVRLR
CLDAILKMIYFSSYLTLMISSKEISMSINLRTIASSLLMAQEYSTLWLIWLNQLIMYIANCIYVIWSVITSYDDIREPVT
SSFAEHAPIKPNPMERRKSNKREKHKSTIESASDRKKSNLNVSNERTSKLRQWIKDQAQRFCDNYYENEASNSNVRHSSN
ILSKLSDIARSLQGNELKSVTIGGDENITTFEMIHSGVITSLLKFLSGTNLNSELKMKHHIQFLNVFLNFPLSMDKELLS
NEQVQAIQSSSPLILLIKKLINCVTQQEEFSVPTNHSISGDGSYSVGYLLSHQLKCQLKRHPSCNNLDQWRGGILKIDPL
AQIEALERYLLMRGYGTQSKGADHLDSDEDSDDGSSVKATGQFFGFSNARHQLELLIGDTVLTYNVTFYEAVCRHYESKY
GFYNSGRENCSSALWSHVHTVWYRPITDAAAHSEESTESTRKHRKNSSGKSSKSNWKVSGDPSAEIIGLLREIYFMTDNL
RIYQIPESLIETVQRENFSSDKLSTKAARLLQDPIAVMASTFPTWLTAICHECPFLISFEHRQLLFYYTAFDRERAMIKL
QEKTTSSRTDASNSSNSNRRLDKKKKVISRNDILKEAEAIFQDRSCSKSILEIQYDGERAEMNEFGRINQVGFGSGPTME
FFTQVSQEFQRCNLNMWRNDVSKSTSDIDGKSYVGTSYGLYPNPIGKKTKSTTVKQICNRFNLLGRFIAKALMDFRLVDL
PLSQPFCKWILNLESTLNIKDIQIIDPVFAKSLNDLHGILIEKTRIENDSSNSKENVANLRKLEETVDDLCLDFTLPGQP
NFELKKNSKNMSVSLENLEDYLQLVIHWTLIEGVSKQMTAFKEGFESIFPLSKLQIFYPYEDYNQTYFLYFTDLIDCCRI
DHGYNHDSRAVKFLFEILSSYETDEQRQFLQFVTGSPRLPIGGLKSLNPPLTIVRKAFDIQRETDDLLPSVMSCVNYLKL
PDYSTIEVMSVKLRTAINEGQLSFHLS                                                     
>Tadh_XP_002108309                                                              
MCFSSIRDKNNDNGSVSDNSPGKSLDNKTWFDGILSFKDLEIIDPHRAKFLRNLKELVDRKHEILNSSLSDKEKNDKLSS
LTLSSSDDSQSDIKLEDLCLTFQYSPSSIIYGYETVDLIANGGEKILTVENVEEYVDLMYNFCFRDGIQRQIDAFKEGFD
LVFPMESLALFTPEEARNILCGDQSPQWTKDDLLNYTEPKNGYTRESAGYLRFINVVSNFDNDERKAFLQFTTGCSSLPP
GGLRNLHPHLTVVKKEMESNGTHPSVNTCVHYLKLPDYASEDILRDRLLAATKEKGFHLN                    
>Mlei_ML003256a                                                                 
MNTSRLNSARTHFRWSNHSPLARARARANGATSSGLPTSHPLLMRNSEVTPAADSTNTTAAGSGTAVTSTSRIPRLLDSD
TGAPFLHRLLNSGADAVLLGSSRSRNSRVHVFDQVTRDEILNSELNDFNPGGGNSETVLTLPSALSRWREEAQVLDGSSL
QDLVQLIKPPIISALQGHMDNEVAVIKEARVKELNEEIAKEAEAAKKRKEAEKAEKSEVKEKVQEEAAGGESSSTTIPSE
TSPSDDLGPLLSSSLNMASNTASEARPTLRNLDTQDGDDSMPEMFPDDSDSSLTSVDSSAGWTPPQSTTGPDQASTATDR
ASPSYSPMSESNPLLPPANPPVTSSGAAQVSDDVTSTVTSSGVDTSEAGVSSAITEVTSLVSEAIASVGDLTSRANDVIS
GSVPAVTSANETSAQTAPNAIYIDGIPVPEGIDPSFLEALPDSIRMEVLLEQSAALERQRRVAAQQRATEPQPSGAERTD
TYNPSDVLMSLPSSLRRSVLADMEESQLNSLSEDLVQDYERIRSEQRARTVYTTIPSRLQTSRLHRVLRNLCCNTSSRTW
VLISLISIIQKCTAAKKTNKVSSKSPNSLLSSLNSQNSWLALSMNTSLGCKNNVFEVNASSKGQINSQEVIKIHPQASTV
VCRRVLDLLVALGRYFPNHFLSRSVIESGLKYGGCRAADEKKVPQAELLNTGLALTDFWDFLLSSEHEFDLDQKIKIPSV
PFEALFWRGALQLVPITSSCTMQLAAASGYLITWYLPLSPPVKGKVPSGKTTKMTTSSHFLSCPMGQLMVLLDHPVIKNN
QTLIDRLLRLLSSIAHALAEQTSDKKDEKKNKNVEPLPEDCPENSIEKQHLQLVTSILTTGACSEEGLEDGTSLLLQLSK
VNSRLRDLTLSLMLSGLQSVATDLQQQIKQLLEELKEEHRRNPQKKQKEKDVTKSKALTLQPNKGSLKTPHRDLHLPAMS
NLTKKNSSQAYFLRILKVVIAVRDVTIKSIEAEKEKKKKEREAKLKEEKEKKRKEREEQRKEGEETESEDEDETKTEEDD
DKTGGLGPLSEQLKVSQLWSTLGECLTELGSSNDTHAVLVLQPAVEAFFHVHGIDKAAGAAARRGRNTSGSLDLLTESPA
PLSVEPVDSVSSLSSGGQGALSSFTSDMCPDTRKFITFAEQHRIVLNQILRQSTTPLSDGPFQVLVNHTRVLDFDVKRRY
FRQELDKIEETNRREDIAIRVRREHVFEESFRELHRRSPEELKSRLYVIFEGEEGQDAGGLLREWYQIIAREIFNPHYAL
FTTTPGDKVTYVCNSFSHYNPNHLDYFKFVGRVIAKAIYDNKHLDCYFSRSFYKHILGQSISFKDMEHEDYAFYKSMMFL
LEHDLVEAGLDNLDFTMEIEEFGVTETRELKPNGHEIAVTNANKKEYVKLISQMKMTGSIRSQIKAFLDGFYDIIPKHLI
SIFSDTELELLISGLPTIDIEDLKANTEYHKFSLTSLQIQWFWRALRSFSQAERANFLQFVTGTSKVPLQGFSSLEGMNG
VQKFQIHRDDRSTDRLPSAHTCFNQLDLPVYETYDKLRKNLLLAINECPEGFGLA                         
>Mlei_ML00452a                                                                  
MLINVSSESFLLPHRAWKVRFVGESVDDVGGGYSESIAEMCEELQSGVLPLFILTPNGRVDNGVNRDCYLFNPAASSPEE
TNMFRFLGILMGISVRTGSPLALDIAPPMWKLLVGLPLSVDDLMEIDKDYMAGINFFRDLPNKEEEFDAIDMPFTTPGAA
GQEVPLSSTYHRINLANRDQYVNSALDYRLHEFDLQVQAVVEGLAKVIPVPLLSLFTGEELRTMVCGHPDIPLDMLKSVA
VYKG                                                                            
>Mlei_ML022013a                                                                 
MSAECACCTMYNYKYNKWKTDLQIPFRDGRGIKNESKIFITQFPNSKCDQVFRSLPHVSIRLLAESANAIITPVRFGISR
PCALIPQVNTTKEAIENSTEFFSIPHPHRREGKKSRRRVDSSRQAEEEESESEDNYSDSVGSEDDYIVGATTDTSDDSNV
EVEEGDIMNLDFMTSRRQRIPASSSSSSAMTSVPQAMQWVIRQMQPTPAASNNKSESTTNTNTMLASLFHSLIHEMSNVL
SHYEQDSVKDSPSVNEILHQVTRELGGGSGQSASTSRDDEGGTGGSGGAGGAGGSRVQMKRRNGIGGTRALMGKKSRRRV
DSSRQAEEEESESEDNYSDSVGSEDDYIVGATTDTSDDSNVEVEEGDIMNLDFMTSRRQRIPASSSSSSAMTSVPQAMQW
VIRQMQPTPAASNNKSESTTNTNTMLASLFHSLIHEMSNVLSHYEQDSVKDSPSVNEILHQVTRELGGGSGQSASTSRDD
EGGTGGSGGAGGAGGSRVQMKRRNGIGGTRALMATAKDSSKVKSRRDAIGYVLSLVRGYSNEHRDMLPSIDLASLKFAAN
IFDALVYYLRNAFQPTPMLGPLDDIHHVLSRQIIPIEEYDDDTQDASFFAESLFDSDDESVDQFSKALPLADKPHLLTST



ARKEDLFGAPVSHQDFSSNLPGISSYTQPCPVLANLQAVIPGLQPYNNNFLNPILPFIPHSDKPYEYSSINGPACVDNLI
GRWRLCTELFGRIFVDELGSDKDSVLAELGGFEVKEARFRREMEKLKSSQQRDISLEVDRERGLLLPQALTQMNSIYEKR
QVTAGFKCPALAVHRVKVSFKDEPGEGNGIAKSFYTAICKAVLSNEELPSLADILPKRDGKKIKDKKDKKDDDKKSRTTK
IISTGTKDNKKQLNSEARAFVPSHLLEESDSRSLIPHKQTLGDRLYPRVSKYYPTHAAKISGMLLELSAAQMLLLLASES
SLKHFVDEAYKVILANGGEPEPMDTSSGPSEPQPEEDSDLSPLFFQPDKAGFYSPRTAHNSPERINCYRNIGRFIGLCLL
HNHILPLPLCRHVLKIIIGKKISWHDLAFFDSVLYENLRQLVIDAEQNPGQIEKYELTFELEGEDGRGPIELVPNGASIS
VTAANVYDYVRLYTKQKLIGSARPALRAINEGVSDVIPRTSLAGLTAEDLRLMLNGSGEISVELLKQITQFNNEAGPNEP
QEKITKFKKWFWSLVERMSVAEKQELVYFWTSSPALPATEEGFQPVPSITIRPVSDHQLPTANTCISRLYIPLYSSKSVL
KTKLLIAIKTEGFGFV                                                                
>Mlei_ML044111a                                                                 
MVLLNFFRGERIYGMMDDGRPFRLLNVKVKNATALLKKDIFGLSDPYCKVSLCSEISHGGNPDEDTVIGIPAETKAIKKT
LNPTWNQVFQFRVNPSRQYLLFEVFDYNKVTQDDFLGLYRFNLYQLPVNNADSNVDSAPVHDMVLKQRSRRSRVRGTLSC
QFAYEAVENADAESVHSERLIEEDPEIREGQWESLQSLDSPPLPEGWEERVDFSGRIVYVDHVNRTVSLDRPTQPAVTAH
RTPSLIQRQHSNFDNRRQISEENLDENSSILTSIARSQSVPHSAEEPVVSSAPPLEEEPEQSEEVEVDSTPDTTPAQTQP
QPEASEAVLPLPAGWEETEDFSGRTVYVNHLTRTAQFERPRPESRPVEEVQNEENDFGFEQLNLSDAGIGDAPAQQPSTH
SAPQRNNSSLSLNLSTPQPEEEASSSGPQSPLPAGWTESRDPNSGRTFYIDHNSRTTSWVRPKSRTDGLFAALGPLPEGI
EMRYTRSGRPFFINHRTKETTWHDPRQDAPLPDGWEMRVHSDGRVFYVDHATKSTQWEDPRKNIVSSGPAIQYSRDYKVK
YENFKANLPKPPTSSGKCDIKVKRASILNDSYNAVMSKTQEELLRRLWITFEGEPGLDYGGLAREWFYSLSREMFNPYYG
MWEYSAIDNYTLQINPNSGICDSNHERLFYFFGRICAMAVYHGKLVDGFFIRPFYKLILGKQIKLEDMAEVDIETYNSLK
WVIDNDPECLYLTFSAQEDKFGEVIETPLVTNGDQIEVTNDNKLGYIKAYINWKFVDRVSVQMKNFRNGFNDVIPLRSLA
VFDENELEYLMCGITQIDVEDWCTYTDFKGGYSATHHVVVWFWKAVRSFDNEFRARLLQFVTGTSRVPMNGFRELQGSNG
PQKFCIEKWGSNQDLPRAHTCFNRIDLPPYSDYHTLREKLRVAVECTGGFDID                           
>Mlei_ML046724a                                                                 
VKKSALTLLRKIVRYTTLNIVRALCEEGAPYSAQIVETIAYVLEVQCLVLFAWFCGFVHQHIEEGDENKVPALSMVRDLC
EKGADNFMDHFCRLGVINHISKRAKVFAEEKLKSDKTSTWRMQLKYFPTDPIIGVSGVCYTLRNVSISGVITPLSLLARD
LTAGSDSRCEFLEKLQRAKCQVASDKPSQPILSTPGNTIALDKWRLKCRREGELAIDNVEGQQSTVLREDLPGFIFESNK
GATHSFNAELTLGAEFAAGWGKKTCKVKSKSKQLQQQINVLSEEIYLTYFENKMNHMRPVVAKLKEILDDMDRAVTMHND
AKSENEWRTVLSSSFRSLAELLHTDTSLSTFELNSCQLVPSMLRALSFNDVKPGVSCTSVKQQNALNTSLHKSQERIEVF
KECFLNGSLAQEEMATNLVKKLVSVMESVENLPLYLYESPGALYSLQILTKRLRFRLERYAGEHTLLDRSGRTLKIEPMT
AVSTLEEYLRKNVAKQWFDYDRSTYKFIREVKESGSVKFTNTSDFDENGIIYWIGTNGRTSKEWKNPSSIKAVVLSSSDG
RNLPYGSLDDVLSRTGAAKNVHTSDDKNGWISVDLALWVIPSHYTLRHSRGFGRSALRNWLFQVSKDSKAWVTLRSHSDD
TSLSEPGSTATWELEPPPDEKQGWRHMRVHVNGKNASGHSHYLSVSGFELYGTITGVCDDPPIELLPTKPPPLMMGADKV
LKRLNRDSDSLMCRQRLRIYRKQTAAQVLRNLGSRPSRVDWKALQSDTESIKSCSSTGEGVPGTPDSTEAVGGSETLSIA
TISSTPDVGTVDELEDAGSVASRQDTLNTFNRRNLATDLENFVLELAQAVMDTTEHGSDRNTVCTINELLGAMPHRTQRS
AADVLLSQLADQQLYQVSRPGPSSSNTVQQNNTLNKVDGEDKDNFAEEDDEEDDEAADEEEFSDIPDTPEDPKAGVTPTD
TVTKDLSLTEIIPSLPEEGVLPEDGVLPEEGSDQTSRTNSSSDYLTPDSENGGEVITQNDDVITQNDDVITPNDDASPES
KTEASAQPSAEPDQVAAASNVEMLDSVAQEFSAAQDSVAQEFSAAQDSVAQEFSAAQDSVAQEFSSEPDFTEEAAPSLEH
DSSSSSSGSSNDITDRQKPPSVSSGDPNTSDAPDSFASDTYYPYFPQRNLLTEFSDIPLNLQSLQRNPGDQESPSTPTND
LSTQGGASTSAVEVPPERGSVEEEEGHNIPVVGQSGHKRELPDWHKPRFPGRSSVGERLEFLSFDDSDLVGEGIAHPEDM
DIEDDEEDDDDEEGMEFGIDLESDDETEDHRPLKRRVWDDDIVLKRQFSALIPAFDPRPGRNNVAHTTDIDITAPGPDCF
ETYSVKVHKDVTIKPRLALFIRCPALPGSKAVEYLCPPDQTVFSCLVEMTCREKAGYLPSTNVRRFWEPTYTLVYRETRP
ADMYRLLNQKQDPFETSPFKPRWDHDFVRKYLGTERLPKLELLNYLQSHADSVWLKKWRLTGSPKTIKKSKSCSNLATAY
KDFIQHCVAAPGRESEHEWYKEFSQCLHLLNIVYTALVQVDVSISEESVTGSPSIVNANSFHSSRLTTRLMQQVQEPLML
GTRSIPGWCDRLVNQYPMLIPFETRSVYFNATAFGISRSIHWLQSLRDTTEQRPRTVATRRVDEMGDFRIGRLKHERCTI
PRGEDFLDWALQVLTAHAHDKSVLEIEFRGEEGTGIGPTLEFYSLVAAELQRKELGIWVCDDEETPAESDGVDLGQGLKP
RGYYVKSGSYGLFPAPYPQDSPKLTKICSLFHLLGMFVGKSLQDQRLVDLPLSLPFFKMLCRGTTSEHVSDTNSDLGDHS
DSEGTSESFLLKSESLSSLTEGELRFRCDSDAASDISSVQGTSCHEDSTTESLSRKSAPLTIEDIAVDSSSEASSYTKTE
TRPSSDRQLDCRSDRHQQQAWFSGILNNNDFTTTNPFLAKFLGSLDVLSEEKRAILSDSSLTETQKQEKLENLTLPGTSA
KLEDLCLFFQFTPSSTVYGYTEFDLKPGGQNIPLCLQNIEEYCDLSRSFCLDTGIRRQMEAFKGGFNTVFSLSHVKMFTP
QEFRLLLCGEMVPDWTRSDLLEYTEPKFGYTRDSPGF                                           
>Mlei_ML05237a                                                                  
MTSSREIDDVTAKLYGWGSCSSGQLGVGRVVHSIPTPTIFTDIWTEEQNRRLFNNTRSCDLSEEKFRSTLADLEELNDPT
QLVSYTSQLFGNVANINSLFVPHNTPADLSEGSGIDMIRMRKAMSQLRAVKHPDYHKAMSEVLENNVMPHLPSNIVTLEQ
LRVFCVLPEFPTLYYPKDFVPQFSQAILELPEQHLKALRNWWSGYEVSYFEALISVFKKSIYRSLVNRLHDTVENTKRLK
NMEKCLKVLALLNEINSSKEIVPYNVFYIHELTDQLDLEEDYRNWIEHRELKVRRDNLIMDTLRQIQEYKSRPYLLKKPL
KVTFAGEEGYDAGGVKKELFLLLMKELLSPDYGMFTIDPESRFVWFSEFSFEHTSNYHLIGVLCGLAIYNSTIVDINFPP
ALYKKLLKKPVTLNDFAKLHPVQANTLRQLLAYKDPDLEETMCLTFSVTRDFFGELEEVDIVPNGRSKSVTLENKHEYVR
AYVDYYMNKVVEAQYEAFAHGFLYVAGGKVFEAFHAEELMHMVSGMQDFNFKDLESITEYQNGYHADHPVIKLFWEAKKR
LTVIANTFSYGGGGGEGGGGGEGGGGGGGSGGGGGGGGGGGGGGGEETVQDRGKLKDVAEIKTSMFLADFKGQKSLSAAD
FRDVWTHYDCDGNGFIEEQEIDKFLSDLFEAQGQIISKSDIAGLKQTLLECYDTNRDGKIELSEMAKILPVEENFLLKFK
IQNKPLTYPNFLRIWEYYDCDRSGRLERTELESFITDLIRTNRNIVIKAKEMDLIMDEIYAHFDENQNQLIEQDELKLIL
QVPANFLDHIELYKNLNKQEFSEIFEHYDRNNDGFLVGEELLEIVSDMMRKVEIELTMQQLETLVEKVVKVIDTNYDGKI



SKRELADLFFTSGQISPFSEPEPSGSHDTCNVRL                                              
>Mlei_ML05598a                                                                  
MRFICNIETLDLAKLLVLTDNAGYTPFIAAIASKNYNNAWYLLPIIMKLDRECPGLMDKAVWKTLQYNTTVYHILAQGLL
HSALIIQQIPTWCTEQTLQNLFCQKYSSIYKVIIQQKPKNMVKSVKRLFDTNKPMTVRDRILRSFMRGPSGSSSNSTSQF
KYSSKQQQGIIFFSDPQEARKALIQMDGYVIPAKANNQRSRTSYFLSNSNPGGFFEVSVRFVAREVRGFFLTPSKKKTTR
VKEEFELTQENYRRMLAEALLKDYTGSVNDLCETPLATFVNESIYSKLEDRKKNEKGFSSEHLLPSHRIDRSGCLRDTSA
SFPYSVSALTSRIPVTVRRPRLSQRLDSHRSDIGDRYSTNSNSAPALIPTAYFYSSLLPDDHTIDRLIVNRRRAPEAEVA
SERANFSISSSDIEEEETSVTLPPLPPSRYFEELQEDLARVREDELELRRRAGPSTDIFGNHVGTQSSGWGDIRQSAMSD
DLFLPFENLIEEDLAYALTVLPSSSVLQTASNRPPTALPSSSSTLPSSSSTLPSSLPSSSPLPSSSGQSVSPPLVIKSEN
KSDKQDDLDSLSSYPDQKQTTSLDCVAKQLCANELVVVTTIYCCYSYSKSLPLDLKREMESDNSPKPKTESESQCNTSRY
SLEEIESTLDRVDSVQYSTEMTSFIHNLLANTTNGPDITATLAAMLGRKAPCALFISMLFIRSLVKYLTLQLTNIGPREC
LTDMPEYRLAVETKKLLESFGWLSVREILQSAEALFLPIQYNTFKSQTHSSVMEQHIFPNPPGFMFPSSFSDICDGNSEL
SGGRRTVLWKLSLVAEPRASGGDEDVMSGDELTDEESVNDESSHSFLTQINIFDVVDNFFNPNPPQVTQSEEDPYLMWAV
DGQTTAFRPVFRTQHSAEEMTLLRENSSERGKNTLSCVFSRLVKSATDIAASTTSKLCESVKPSCEETLQASWSWLEPIV
TSLESQFVKAREFDLERYSTMLKQGERKIRTLYNPGSMSKSSITASFSQEYVMYLLDSHTTHSSTSLPILDIKSYKHIVY
MFDTMFYVISNWPRAVCSSSTSGGNSGKSAQSSGTFLKRSPSLDFGQEGLVVGSGEVLVNKDLDRPVDVQLPLALQPHLL
TPMASRETLFSSVCTAEKQPPKHDWKGKESLKQALKKRSKLLKFSAPEFMSQFESTTRVFSTYYLGEGPGIEKDSVLNLK
ACYSGKTARFVRQIKEVKLLVQSQNRQEMRDLPPRIYNLHIYINRNRLLSDSIKALLEMSQLHPVNYSVKFEGEEGGGPG
VNRGWFSVVCSSLRDQTKYPDKTLPLFHCPGRLPEQADNMAPLPWDCSNSSLLYKQRVDGFRACGRFLGLALWFKQTLPI
KLCRHVWKYLLGRRLCWADLAFYNSDLYEGLRAMLNDAKWMTEEEFVEVYPCTFEVEVNGRMRDLRPGGSQIPLTKLNVE
EYIQGYSEQLMVHSVVEELAGLKQGFTDIIPPHVLAGLTAEDLTLLLSGGCGDIPFEKLCSIITFVNSIGCSQKRLEQFK
RWFWKIVKDMTQTERQQLLYFATGSSTLPPLDHNTERSRDRISITVDIQHDSRNALPMASTCGQRISIPLYRSFSMLKSK
LSLALQCLSYGLG                                                                   
>Mlei_ML09019a                                                                  
MSCGGSSPYRLNLLTLRRGATTELPEDPNQAFNLLLEYTIQGKHQAISELLEKFYSEHPQIIPNYHPVTPDPKPHVSRRL
SLSEPRPRRDQSSRTRNSTSVSVDDVTIEIFDINTTRNRHARSLLHMAVSSEQSKVVKTLLKFKADPNLRDKMGMTSLHV
ACRKSSSDILLKLIAEGGDPNICDNEGLLPLHWAASCGQLENIKALGVVTSNINHADKHERTALHYAALNGHYSALKYLV
ETFSKKIDIDSLDENGNSALLLALSKKYTSCVDILLKLGANVKLSNNNNETVLQLCLSKKLFPQAYLVTRAYPNYMKELE
QGIECKAKNYEVMKEFVEFMFREHPDEVWDLWTDLRNVVIDCAQDLVDCNRTVQSFPLFVKLLKFARSLGISSLDHIRNK
GQVQKRMLSFSPKTPQQEEKLIFNRRLEIETQRIESHGEPSKVDAYAALDDVWKFLKKWMRLVKSYHSRTKECNNYRFMR
RPYELDANDLRDVAPQLCSLVKGYHVWAEETTHYREFLDFISEFSSVLKLFLTFNTELIFGPLDFLLDSPVAMIEFQNIR
RTVLDVPLDLRKSWFYDRLYGDEPPDNPNFLSENLNIFFIDRDQIFTTSCEQVMNADEKFLRGSLTINFHGDDGMGVGVR
REWFTLLTEKITDPMYGLFQRYNNGLNFQPTHLSKVNPDHLRQFEFAGKVIALMIYYKITTGIHFTRSFCKHMLGEPLDF
TDVACIDNDLAMSLQWVLDNDISDMVELTFSVDEHDFGEQGTVELKPGGSDIIVTEENKVEYVRLLTEYKMTGSIKPQIN
SFLSGFYSIVPRKTLAIFGPDELELILCGLNIIDRKDWRKNTKYINYNEDDDMVVWFWEILDSFTQDELVVLLKFVTGYS
RVPHGGFSQFAVIGSSGPIKISRANGTVNNLPKSSVCFNLLLLPEYTSKEMLRERLVTAMSYASIGFDQC          
>Mlei_ML11355a                                                                  
MDIPLPLQNVERCSAGETEITENSDTGTARDSVDPDRFRLYSSQVTRVNTSVKTRVKTSVKTRVNTRVKTRVKTSVKTRV
KTRVKTRMIARETSSQVSCGLNHTLCASRDGNRVWSFGDGDYGKLGLGNTAGRSSPTEIEALRGIGVRRVLAGTQFSVVL
TKAGKVYTFGQERMLGINESFATNSTVPQLVPDLADQEITAIDVGAEHVVALSNKGQVFSWGMNNEGQLGVGHTNPVAGV
VHIASLDNKGVNQIAAGKSHSAFWTAPKENTPRATSSTQLGLPSSVPTEYRRLQHVEIKQIRARLQVLSYFSDLIYSSWR
MLTYDPATSDVPWVNNPLNNVHVRSVLAPRVAMLPSMRAIGRTMVQGRTYGPQITVHRLSTPDKPEVQPIFTQISEQVVK
LSPPDLRLPSRAWKIKLIGEGADDAGGVFDDTITEMCAELENEVISLFSRTPNGQASSGFNQDKYLLNPSSTSEENLQQY
TFLGILMGVAIRTRKPLDIHLAPAVWTRLASLPLHTSDIQNVDSLFISSIKSLSNIDKSGVTAESFRNVIPIEKFHIQNS
NGTLQPIVPGGQDIKLTFENRKVFSSYALKLRMEESEEQIAAILEGISYIVPAPLFRFMTGDALETWICGKPEIDLHLLQ
KIVRYRDMDKTHYLVVWFWRILGRFTNEDRVALMRFVSGRSRLPNDIADVSQRFQIMKTDKSKDGLPTSQTCFFQLRLPD
YSSEVIMEESHMMLNKYAYDMNLVLLAVQETGSCGDYKKLNNMNTYQDTNKQMNKGCAIMVHNEAMFTQFTEISLMSRSI
DTVWGLLSWRGKRYIIGNVYLKLDYIAGVNEFLSMLDKAYELGNNHRCSGVIAMGDFNARHTIWNDSTINKYGKCLEESL
DWSKFGVHAPSSNTFLATNGNSLIDFFIVSNNLDLNLGSPYTDYQAHLYSGAPIRGHVPVTMLLKPESSRNLMNTGKKLD
LKSMSWEDWTRDIELEMSADYVESLAYDDKIDEFWAYITKVIKKATTENCSTKTISKHSKPYWNQDLSTKSDILRKATKT
YLTRNTDLALNKLQAAKEDFEETRKQACQQFILNETRNLNAAQSNKFWKDFNRLFKPQSDQQVEALVKEDGMVLTDNQQI
EQELFDTFFRAKHIEENLDKFDEPFYNETNQLYSEIKANGFYPENTDNFLHSSKLYSPITPYEVLNTIKETNPQQQALTT
QRFILPC                                                                         
>Mlei_ML13025a                                                                  
MGTEHNRLHQLKLLLTNAKLKEPPGLFTKGDPYAEVTVDGQPPHRTDPAKGTWEPCWNHPFDLLVSKSSEIEIKVHIKYR
FKNDLYLGSNTVNLAQLLRQNASSLQHSNGPVCNIDKHLTLFDKSHNNVGAVFLTFTIAPEADTLNSLLSSLQVATTSES
SSASGAHSQENGGTEEEEPLPQGWELKFDQNGRRYYVDHNSRTTSWSRPKPLPAGWEQRLDPRGRPYYVDHNTRTTTWQR
PTTQNVAEFQSWRRQLSDNQEANRQNLENRYANSDAEPSSGFTGTGSSNSEEPLPSGWEKRVMDNGRVYYVNHETRTTQW
EDPRVQIKKASNLPLPPGWEERYTGDGTKYFVDHNTRSTTFQDPRVAISATSSGIHYERSYRWKFGQFRHLCSRASLPTG
HIKISVSRSSVFEDSFNQILNIPPQDLKRRLFISFKGEEGLDYGGLAREWFFLLSHEMLNPMYCLFEYASKNNYSLQINP
ASPINPHHLTYFKFVGRIIALALFHNKYIDKGFTLPFYKRILDKPLTMLDLKSIDEDFYNSLKWVKENDLEECGLELYFA
HEFEVLGKVEIHELKPGGEDILVTEENKEEYVNLMVSWRFTRGVEEQFKSFLEGFNEIVPIQWLQYFDERELELILVGIQ



DFDINDWQEHTIYRNYRRSDKQIQWFWQFVRDISDEQRSRSASSGKRSRRRRSASFGSSSTHHHSSSIDYHSDSEASKML
DEMQYFREKKFFCDITIVVGDKEIEAHRIVLSSCSPYFRAMFTSDLAESKQDKVSLYDVDPDAIEALIDYAYSNKVRICE
ENVQELLPAARMLQLDYVVDQCGVFLEQHLSIQNCLGFYLFADKHHCEQLLATARRFIQRNFTEVYMKGEEFVQLPAESI
IEFLSMDKLNVSSERVLFEAVMKWYNTDRTNRVSHLADVLSYVKLSLLPSSILLGEVLDSIGDVVDVKIKDLLMQAMRYQ
MQPRYRSSMQHFGTIARKKPDHIATMMAIGGGSQFTTHCECECYSITDDTWYRVTQMSTPRARAGVLELDGFVYSTGGYD
GACHLLSMEKYNPSVNEWTAAPSMTIRRSCVGITELDGIMYALGGYDGYTCLDYMERYDPYMEVWMAAPVMTTKRRYVRA
VTSDKQIFAVGGFDGTSHLSTVEMFHPDREKWYTMVQMHSQRSGAGVIALDSCIYVVGGNDGCTSLSSVERYDTREGKWR
WLDPMHTSRSAVDIAVVDGALYAVGGNDGCSSLNTVEKYDLVAGQWISVASMSMRRSSVGVCIVDIPIRILDSVKVRRSE
I                                                                               
>Mlei_ML145814a                                                                 
MTRSEEVLQIEHSGIEPLWDSHSNIDLSLFYNDNISQELKMDEDYINYKSGKGFAFLHYPFVLRPHVKSVGLQFDNRINM
NRSVNPFLLLMSGEYPYLKLVVKRNNIVEDALTHLEMVAEEEPQQLQRQLYVEFEGEEGVDEGGVSKEFFQLIIAELFNP
NYGMFVDIEDTRMLWFNPQSFEVDHNYKLIGMLLGLAVYNNIILDIRFPTKLMGEEPDIRDLILSHPLLGSSLQQLLDYP
DDDVEEVFMLDFVASTTGLFGETITYDLVEGGDKIPVTSKNKHDFVAKYVNCVLNTSVSKQSWFRPEELEKLIVGTPELD
FRALQSVARYDNGYSADSDVVKWFWEITHAMTEEDKSKLLAFSTGCGRAPVGGMSEMNFIVVKNGGDCERLPTAHTCFNV
LLLPEYASKEKLQRKLYSAIQHFEGFGMI                                                   
>Mlei_ML20687a                                                                  
MANTPNVVTRNRTRVRFTIVCAKGLAKREFFRLPDVFAKIIVDGSGQHYTTKTVKGTLDPKWNDHFDLFVDHLDCITIQL
WNHRKLKSKSCKTVQEAFLGCARIKGQYIFRMKDNGCQRLALGKIRHEDPEIKGIIVISLSSRELFHPPSPTFSDPNELP
EGWEERTNSNGRLYYVNHVTRTSTWERPTRSAYEYAQLDRRRVTEPNIIMRTDNLANRRQHYLNRSSLHPNTPQELYGQF
PVIVKCVTPRGQVYYHNRLTGAQSFHDPRFPRHMPISEELGPLPPGWELRMAPNGRPYFVDHNTKTTQFKDPRVEQLAPI
SPENSRYRMLQHFYSRHRTLPATYVTTTNSQSSAGSLGRNSTMGSNGMEGRGSINSIDTCSTLSSNLPPPSPLTPGPVVT
TISPGPPPLSTIPSLEQVERNSDPAHPILQPSDENQPSSDNSSSILQRPLNTIPTSEEQMAMIRNKRGLVQKLKILRSEL
AKLQTPSGYCRIEVTREEVFEDSYREVMSLRVRDLRKRLMIKFRGEEGLDYGGVAREWLYLLSHEMLNPYYGLFQYSRED
IYTLEVNPNSSINPDHISYFYFVGRIVGMAIFHGHYIDAGFTLPFYKQLLGRKCTVEDMENVDPAFYKSMKWILENDVSS
IFEDQTFTIDHDSFGRHCEYELMPGGKEQRVTENNKKEYVDLYVEWRLKNGTEQQTGALQKGFYEVVPKHLLSAFDEKEL
ELIVCGLGHVDIDDWRANTKLKGCSPDSNIVKWFWKIVEEMDNEKRARLLQFVTGSSRVPISGFSGLRGSSTVNSGPRPF
TIHLVNSMSGGSLPKAMTCFNRLDLPEYVSFEVMRNKIITAIEETMGFNVE                             
>Mlei_ML279815a                                                                 
MDRSFLSVLKTLKIGHSIQLPQDNYAALSMLLPMVLQKEHRKVSELISSSPYFDIDTVLPKIRRTLLHMAANIGAAECVA
VLLNAGANPNRPDSNGVVPLHFAARNGFKDCCKLLLNKGADPKVPDNDGLTSVHWAALSGRNELLADLLSRNIELNVRDK
MGQTALHFASMHGHYKTVEYLVDNGAQVNDVNIEGHSPLILSAKEGHQQCIDLLLSYGANPSAKNSDGMSVLQILVSNRY
LDCVYSLTQSHPTQLCNLIETLRIPDIINYKYVIECIQHICCKKRSLVLKIWETLVSLTANTGKEVMSSNSDKATPKAFL
SLVKALKQISMLDEVSLIVSHCSKSRSLSDSSTPTAMSPPNTPSHSSSFSFGCFFESPVIMNRLDDVWIILEEWMAMLSK
EVVAKRRSDISISELLASTDTDTKAGNVFLCDTFDGDSKSLDKVSDNLCTVIEAYHLWSKDTSLHVKFEQFVSSYSDVFK
VFLAHNSFFIFNQLKFFLESPNFMRQFNGIRKVVYQKDLALRKKWFYDNLYEDVAPNIQPDDSAKIRIRRDDIFNSSCAQ
IHNANVDDLRKNFVISFEGDQGIGAGVRREWFNILTNEMLNEDYALFTHSNDGMTFQPSHISDIQEDHLSYFRFAGIIMG
LSLYHSNVINIHFTKSFYKHILGIPSDYTDVRSIDPGYANSLQWLLDNDISEFEDDLGLTFSEDQNVLGEARVVELKLGG
SSTPVTESNKQEYVELVTEYKMTSAIRPQINSFLDGFHSIIPASLVAIFNENELELLMCGVPNIDPDDWERNTIYNNYEP
EDEVIVWFWEVVSELSPEERALLLQFCTGSSKVPLGGFAGLQGSGEVMPFTISKTHDLTKLPTASTCFNLLKLPNYKSYE
VVKSKLKIAIKYGSEGFDFV                                                            
>Mlei_ML279845a                                                                 
MVFPVIRRRFRNEQERRSGLEQIKGALLLGMTEIACQTVDFLYEDNGGRPKDLSNELVQVETYLRQEGILVRYWYPLSVL
ERPIHHQMSAASTCNVDVKDCVVHRQMLYHENILANLYCRSALLALIENPRPFFKLPRQLSSRATSHTTSPTDDQESCSS
SSVSLPLSGFTSDNLEPPNTEYVNMLSKELLRGPQPNGTVPPLTESCSRGSRQVLDYNSLIPSRFFYSNSSRLKDALHKM
ISNSVTEECSLMSLTARFCKVLNESPNKFTMDTVRLTDMKASYDVKFNNAAYIFVSCRITSLDEKSSDNFPKCPWIRVFA
HNGIQGLARDGQPLRQEVVHYPHNSTTYSTAYQEPAAVSVQSIARFPTVMIPFDRVHVRTISSSPSPPVQVHLHSIPAEF
CIAMSYIETLIEVATTDHCPTSILLYCAEAMSKVLVRVDLVPSIKELLFHSLAELIRLIPTSTPALVFPSTKLKPFQAEL
LSLFSHEMKANGVGKKREVNSLKDYRMSTYFQGLVELVFALREIIPEPLTSPKTEPGPEDESRETEETKSSPLVKRSKSG
GDRAGLTKRRKLRVKQRDEQLCKGVAVLQLNCFEKMKEVVEVLQENKFLKGDVSGSNTDNNRAYCVVTLGPDLICSSDNS
ALISSAVELYATNKLLNHEGSLNTATQTLLSNIFSSCPGKSPLSKAAYSNTSDENMLCPFTTLYEDDLVTTITTIYKEHG
EKANPDSEELYLSTTGFLNWATEVATSRPVLLLRCILATGHDLQYNLLCPADSDYLSKLNKCCSVEVDRAVVRYVNRLCK
SRGVSSNRIFPQEILMTSSDRSDPELAALFNVPIEYLRLRFAFLQLINTSVSKHLLPAVSLGAVDLAPHSIGSVLLRGRD
LLFYDVKLGYLNFVINSTDRRSGDSVPPEIIFDPLTFVHQTERALENTITMLAKQQLSRTPSSEMCVKLAAGGDPIFPFN
VKLTGENVAGTSGSFRYFMWLVAQELQSSSLPVLIECPSASAGENKGKYLLAPKNIDYHDEALLLFFGNLLGVAMRSDVP
FAVDCLRPFWTRILGEQINLDTDLRQSDIITYNFLKGLKSLSTETEFKELVGKTCPTHFTNEECCPGCPYKFSYASLDGR
DVELRAGSPLITWSNLAQFIESVQELRSCELSAKNMIPVIQCGLEAVVPLEPLRLMGADDLQLRVCGQQNIDIGFIKLHT
IYQVGISQSDKHIEYFWNVVESLSQEDLRKLIKFACNQERIPFSCPCQENGPEASHVPPYPMKIAPAEGRDDRLIRSETC
MFMIKLPQYSSESVMRERILQAINCRDDPLSG                                                
>Mlei_ML28143a                                                                  
MVNDGLGDSLSKVSSTYQIKCLFRKHPDNSSSSIRQWGSGTVKVDPLAYVQALEKYLLSRGYCRNDEDEDAESSEVSEEE
DRIVSRQQPSPTRHRLTLTINNHPLPYNMTMYQAIKKYGTHTRLDDEAHPASHSAVWHNIHTIVYKAYEGTDRVRSSAVK



MVDEEPPPSSLLEKLSLTSPMVLGKSDLHLSHFQVKRLDPERKSTLQLQRPGEAERLELLHATAFDRDRALQRIVDTHPE
LSAGSEGRTGVRLDKDKRCVDRDSVFPQGRGIMTELAASTSLLEVYYVGEVGTGLGPTLEFYTLLSRAFQESALGMWREN
GSYTANGKTYVSAPNGFYPRAVSQVDSPELSRLCDDFTYLGRVLGKALIDNRILDIAFSEPFYRWLLGTHEKMGLAAIRD
IDEVLHSSLKQIEIFALKKESVFKQEDISTERKEALIAQITDDSGATLEDLCLDFVLPGTDIELTAGGKNVALTISNVEE
YLCAVVNFTLREGVRKQMEALRYGFSLVMPLSNLQLFYANEMSQLLCGTGESKWTEEELSTTLQPDHGYTASSSAVKHLI
QVMTEFGPTEQRAFLKFVTGCPRLPVGGFKSLHPRLTVVKKSVDGPPDTYLPSVMTCVNYLKLPDYTCPQTLRSKLVVAI
SEGQNSFHLS                                                                      
>Mlei_ML29623a                                                                  
METSRDDSSDSSDDEMMIDKVVFNFDCLDQLFQNCSNSSSNLNISSIAYLLIVKFNMSVIQTPPIRWLCFNSGFMKWLWT
NLSSHKAKSSSSFCLNLMAENKTLSNSEYQKFIPPLTLFCCLFYEYLRSSHDADILEGSAMLFSVSELKRFCKICRDISV
NLNYFDLIAVQPHKSLNIRSVYVSRHIVIPGDLAELDSKLVLQARDWVMCWTSLTRLTSELYQRDSRLEFLDCGSEWLST
RKIHNIKRENVGVFIEPLSVPNLSLNTIKELYLLHTVPFVVPFSERVSIFHDILEEDAQQARGGHAGWSQPGSSNTIKAS
IRREYIYEDAYAQLTESVAPNMKNRIMVQLINYSGLDEAGVDGGGLFREFLTSFLKEAFNPNRGFFIETDGRLHPNPTAQ
HLYPDYQKHYFFIGRLLGKAVYEKLLVDIPLASYFLEKLLGGDADINHLRSLDLNMYRNILSLRNYTEDTIADLCLYFNV
SDSVLGETRTIELKPNGSTIQVTKSNLIEYIHLMADYRLNRQIRVPFRNFAEGFYSVVPPEWLKMFSYSEFQNLISGSET
DIDIADLKENTVYQGNYNEQHPTILMFWEIVENMNPEEHRKLLAFVTSTDRTPLLGFKSLLPLFAIHSAGAEDRLPTAST
CMNLLKLPEFSDKETLEKRLKYVIEAGAGFELS                                               
>Mlei_ML306910a                                                                 
MFTTKVSADTKSALLNKSRADRERRELEKQQTVSVIIIQKHFRRYLSNKKLRERFILELNNLSSTCSAAEMLAMFQKVLF
TTRDSPNGQVLCDMCRRALQSLDCGSKERWYVSLAVSKNCKTWLAQVGKILEGSLRDLDNHLDVVSSTGREKVSVYLRFY
LAMCDPTTWKLYSAVKSNQLVAQLLEKFSSTFYSNLLTGGILNTLQKLLHKNVSRSEPVLTTSQLSLLSDMIILTFTKSN
FNEAIWLAMWLSVFSTPSLISRLKPGHVTTLTEYTLTALTSLSANTDKIISSCSKEQILFLLLNSVHLLYQALKGGMVIK
YPTIISTLHTLLLAASNTVSPKAAHWHPLLGMCDTAVSPQLTNSLQLLTVQIRLLHSQIFKKFFFQDLLEAEFSTSSKLL
GTSRVVTWKHLFSGKCESRLLLHVSSVCSLYNTLVSTFHLYKTDILMSLCCFPDFLSSLWKLVYTEHSQSSRTLARNMAT
EDTADPFVPLLLLFCSCFGQYFVVLSDNEIYEQGQPFSLKQLGTVGDFVNSMLFNIVWNHYDELKNASVLERATTCHGLL
ILLHERDERKRYTNTKFWTPKDASPAAIIAELKAGKGRAHKITDFIPWVLPNKKKLEYLQGLIKQEKALKRSEDRRGMEC
RTILIKIHRRRLFEDGFQHIKSVADDVLKHHVKIMFVNELGLDEVGIDQDGVLKEFLEETIRHALNPSFGLFCVTEENKW
LYPSPLSKVHFEHLDLFHYIGRIIAKAVYEGIVIDISFAPFFIRQLLHNKNALFSYLDELPSLDSELHKNLMFIKSYQGD
IQDLGLTFSVDEQEFGKVVTEELMPGGSFTPVTSTNKISYIHQIAHYKMYTQIHKQTKAFCAGFRGIINDDWLRMFSLPE
LQKLISGDCSSIDLSDLKKNVRYLGGYHGNHRVILWFWDITLNEFTEEEKSALLKFVTSCSRPPLMGFSSMSPPFSIRAV
DESEEATDMTPGQALRSSFKSFLGLQQGSSSGNCRLPTSSTCFNLLKLPVYRNKATLREKLRYAINCGAGFELS      
>Mlei_ML310324a                                                                 
MSDKPALTPKQMLEKTVAIYENLVGKSTRLKSKKQESSPECSSPELKTRKRRKFGQLCSESDSGSEDFEESPLRKSLSPK
SPKNKKKKKCIRDKSRADSRLDSSPVIVRRYKTRTGKAKKKISYADVPEMAQSDTDFDSPKGITPRRRAARVISYSSDDT
GEDSAGPSNVVTQTGRDVTVEEQRLAGEESMTSPRSSRTRSRSRNVAASSKERCTVDTETETVHTPESVPGNTDEEQEHG
ENSDESLEEMIVDRSKKDLRENLVIMVTLQCRLITQNSGLLLVVRHNPRDPTYDTPYYHEVAEATRSWRHSDEEFVIGDD
TESEESCGTGKKRRAKRIISSDDESSCSKKSESEESYIGTECQGKRILSSDEESKKSNMPNKDKLENKKNDDEVTPKRRS
NRKRPSRYSSKILKGLKKLKKSKDRGANHDSSSSESDCTDEGSPTGGPNADDFTQRRNNGDHNPGSPRPGPSRVSENGSG
DNPVSPNDDNDDLKRGEDNENDLDDRISIEAGCDTGLNDHKASFEDHREEDIEDTLTRLDEQEMNRILREGKLTELPKET
SPEFYPDLLCQAAAISTPKLVGYLIEKYGYDACRRSDDGMAISYAIRAGRADNLPPLLMDMSRHPKKIVYEITKRCARDL
VKGDISCLLALEEWQDQSAQGPIETTYFIEDVLKEVQGRRRVFEALGEHLNTMALEHLISLDLDTDCYDPKTALFKCLQQ
TDRWADEEEKCAEFVQKLIEHFGKKVLNEQKREKTPLIFSVEYAVKVKYIRSRSLEYNYNRSGSIVDIPRDRILDAVLSQ
WRNIEGKQKIWASFKDEPASGQGPTKEFYELFSQEIVNSHLFKLNTEDGVLTFTHLLLLYRDDNSKREKFSLLYNILGQM
MARAILNNRPMGLQLAEYISKFIMDEPKNVLRDYETTYKSLYNSINSMNLEDFLELKIPFEQIIVDPFTGSLSTFPLKSV
PNDTFAADKKGYLMLKARSLLYDFPERELEALKSGFDKVFPRKYKNLLSARELGELIGGETKLDWQDWMSNTTHHVPQSV
KTDFWACVESFEDEDRRALLHFATGMSFLPLGGFANLPGSRFTLTQAMGDQHLDSLPTAATCMNLLTLPPYSDRDSMKKY
LLIAIRYGSKGFVFA                                                                 
>Ocar_g122_t1                                                                   
MRRSQLTVSKSTVGLGDSIFIEWDIAEPCDPNDWIGIFKAGDAPSLWNCLEVKNRGVNGTRKGKINWTITPEYTGEGDQS
LPGLFVLQPDKGQTHAIVHEAHANGNPWAVYLSRAAIAFQAILPDYRHQIFGRVNFIYNSSYSGAKHFVFHYMSVRSSEV
PLASSQTVTIIVNATPESHQSAAAVHQPSGDVTDGAVMLTLLFSDIKLKDLKRSLFRHHRHPQVSVILHPGAEQRRERRH
NERTTESGRVFYVDHVNHLTQWDRPAVAAVAAAVAFSSPERRRPVLVAEANRDPAAPTEEGLPANWSSSRDQHGRLFYLD
HVNRRTQWDRPTLTEAGSESSSQDETQRRRQQLDFRYRSVRRTLRGNRSVDSSSTVTSAGGENEEETDTGGGEDGLVLRS
GRELPSQSFVEENLRRLPAVRFLTRSDFLSLVSQNTVRGQLSVPDDGQFGADGDENPQQSEHIYKVFFIDHATRATSFID
PRLPMEETPSASRSRVVGRLQQRTSTNSPGLSRAAQIRRVVTFSPSRTRRGRRSEGVRPVQVQAAGDGELPPMTYEQKVV
AFFKQPDIEEVLMTKAADSYIVVKNSVTEVARRGEPAVKDLANNFEFVLLLSQLENEIASFVPGITPAMPESPVISPAKL
RTPVPYRRDFDSKLREFHNRLAKSGYAKGPAKIQLQLRRANVLEDANGRIMAQTSKQLKQSKLYVSFVGEEGLDYGGLSR
EFFFLISREIFNPYYGLFEYSANDCYTVQISPMSAFVDNAIEWFRFCGRILGLCVIHQCLLDAFFTRPFYKALLQKPWTL
SDLESLDEQFHSSMTWMMENDVTGVMDDLTFTVDEEVFGQITTRELKPKGDSIQVTEKTKKEYVDLMTQWRIDRSVSEQR
KALVKGLHEFDSSMYTERFEKG                                                          
>Ocar_g137_t1                                                                   
MKCQRIFKSLASLAVEELLDMANALFAPVRLGVVHQFRSAFLGSEQLNLIQDLFSVEPRPQRQTPVGFSSATTPAARGKR



KVGSASRVRTDDNRRAENAPSGAGSEVPMSGGETESDSSDMEDAEKESGSGTAPVSVGLRPVAASSSSSLTFREPLDHFY
LGSEEDEDDGVDYNEEDSFTDSSGYVDIQTEILSNAERGAAATAVTAAATTTTSRTILEWAIPGYSSRPVTATASGNATA
GGVTRRGAAAAVAAVNAEMSAKAMSPSSSLARVYGLFLREASDLIATVRFSTTLEPSEGKAEAERAHSAAVLKTRTVWGW
LTAILDTTEAQLRFGASLVNATDPAAGGREQSATAATTSNWNSTIYQHHLNDGTRSAAGSDHTLLSGSTEQSVARHRFMD
YVLTLMRGQNFEAGDGLPAIDVSMMQHVAYVLDAFVYFLRHDPLFDLNDESSGGSDGMESSSSLKMKRRPPNYRKHPFFR
RSKSTTHLGCAAPDPLVPLHFGLPLADRPHLLSSQAKREVLFGSAALSENGGGEPSFRLQDCSGLHQRSCRLLSPGLDLV
TVATRVGQEEDSMLADLGGFEMKESRFRRDMERHKNGAARDLSLEVDRERTHLIRQSFQQFNAHCERRQSSTGTPMSVHR
VKVSFKGEPGEGTGVTRSFYTSLSEALLSEEKLPSLDGLQSSRKTVRYSQKVRDFERVMEYRGEWSRYHRRHRFAGLEGL
SDFGGAPSGRRGREKGRLDGNAPSFSPDYDPSGHLPPHKQALGERLLPRVESLNAEHARKVTGMLLELPPAELLLLLASP
ESLHRRVEDALELIMATGRDVASAQKEVKPMEESPADVEVKKPQPLPAPVSGTADNDGLDECCPLFFQPGKLSFHDLAFY
DPVLYESLRKLLLAAPEPNAYSHFSSLGLSCSVTLRKEEGGETKHLIESDGNGEDNDDGEGSGGVLLTPDNVDLYVQRYA
ESRLVKCRAKSLDAIASGLYDVIPSATLSGLMAEDLRLLLNGCGDVNVEQLKKYTSFNDETVERLLRFKRWFWQVVEKLS
RKEKQDLVYFWTSSPALPASEEGFQPLPTRNYRQVQPLHDYLSWLAATTDGRKAVDQEIKGEMSTMSKESTIVTENTSAN
EIEQDVITGIPDLGLVATVSNDTVTDGDRTTRVTGIGETGKGAGVEKAIGVGIPPDDTDIIT                  
>Ocar_g2199_t1                                                                  
MQRAHLRRRRGSAYEDGGGGERRTDGNPADSSGEIRPITEKIAVENFDLIRDVKIFDDEEYLCLLETSTSPDRVKKVRDQ
ISSGANSVVEYEERDPLGWRSVRVQTQEKAHSNSARSLGWQSSCLRSRQERELAMERLTQAFVIQTSRHVVVSLLSLVGA
VKDNKLALLVLKRFGLDDLRRIVLLARLVSSGRVPEFSSSSSSSSSLLCRLGNLLSSACASDSTSQNLLRELCVGDLMSL
AAKGKLDDVDDDSDHSVLLRPNVEVTKMLVSIVSQRDGLPATTAATANDDDEAECNPYVNLLGSPSVGRRLVRSVPTLVK
SRTSVADALASFIKNVVDEEQIVGSIGDKCPRRVFNLAVAIGTTAGLVGPTANINIIDSADNGHQKGSTVLKSSVGNVET
GECFVKKLSRVPSSPVVCLQFFASCSEVGSAFLCLSDNVLRRFFSFDDGTTVFLWDLSGQSLQKPVPLPWAYPSEDQRFI
FESEEEEDLCNTGTPIAFSCSPHLSVQSGFVTSIVWIDRVRLLVGHYGGSCAVVTLLLEGDRFSIQSTDSPAFGQGLKGQ
KKDSIQLPVICFAENSKDGSIAVGYRDGSLCIVTTSGSNLEISLPMSVYSDDTITSISWDSSGSALLTSSSRLEPSFKVR
VWNVIEWELLEFASFNENLQSTLTARWCPAPRIPGNHFMLLATYAGEKDGSVKVWKLPQSVAVVADTETLVYHLTIGHHS
PVARLCFSSKGLVLCSGSDDGKVCVWSVQDGSLMSTAQLEGAVIGLELVGKYAAAWNAGSNEITAIQLSSSQLVAHRAAI
ACQCRLSQNGCLDVLSAPFLRMFISEMALNLQRQYNYEKGKVLSSHMLIHSTYLRTFATLAVCLGLDDVLCSVQRLPHHP
VVDDLTSADPQSQFLWLSDFSLALETAYSLAHRLRFCDRFLRLCGASESNGKAEDTSEWSFDVDNQIIQWATQRPEDWRH
TGPQCVYLWGCGHHGEFGEMRSTSLTPTACPAFAHSEQVVCGYRCSFTIGESGDVKAVGDGGHGRLGIGTVDTQSTLVSI
TGLQGYKVLKLATSLGPDGHCLALTDAGEVFSWGDGDYGKLGLGNSDRQRRPKRIEALSRKEAVDVACGFKHSAVVTNDG
ALYTFGNGDSGRLGHGSTRHTNTPKVVESLHPVGQVSCGLSHTVCVSKDGQTMWSFGDDDYGQLGLGGSMALQHQPQIVE
SLLYTKIKKACCGSQFTVALLWDGSVFTCGHSQMIGIRESDNSKTLHRLLGLDHSPVEDIAVGSDHTLALLKNGEVWSWG
ANDHAQLGIEATDNQYSPVKVAALYGKGVNQISAGRYHSAAWTATLQSTISRQSTYNWSGLPSQALPQYTSLKELKMPTV
RARLRILTHFSDLIRRTWRFFSVTSEETGLMAHPGSLCLIQGRIRHLLLPDVYTTPMLRAIGATMVQGKSHGPLISVKRL
PSRGRPPRPMFMQIAKQVLRLDPGDLRLSSRAWKVKLIGERADDAGGAYDDLIVEMVEELENGTVPLLIPTPNAVNREGF
NRDRFLINPRCLLPDDLELYKFFGMLLGIAIRTKKPLALHLAPCVDIFFLQSLRGVLDVEAHNVTEENFSEMIALDQFEA
QSSDGRFVPVGPDGSSVPLHFHNREEYVDSALQYRLHEVDSQVCGGLKGVIAAMRQGIAAIIPIPVLSLYTAARLEENVC
GLSHVPVDVLKQLVKYRDIRSSDKLIKWLWEILESFTDEERSLFLRFVCGRSRLPTKVSEVQQKFQIMKVGRTDSLPTAQ
TCFFQLRLPPYSSRQVMADRLRYAIYNCRAIDMDNYMSTRNRDDDDD                                 
>Ocar_g2676_t1                                                                  
MIVVVCIWTYIRHFLRSCNGQSVGRALNRFFQSFRGFTNRIDQRRRNQSARSRVSQFSQFQNYVWSLGHYSTLEWISETP
LKAGQTLKFKIKVQKKLPFGGSHLSHANVSVTTEDGKEVATVVNEESNNSLLVMFTTRKSGKYDITAQMFGFNVRGSPLT
KEVAPEDVCVGKCHFEKQEKSILIVHGSRHSLTVVLRDQYGNLCDSDSFIHEQGLHVHIAEPDSVDEKNVSQTVKKTVRK
GYFDVSFTLYGEGYYEGKIMYFDVNIQDANFSILCVDEALQETVKKSAAKKHFNLYYEARLLGDSQKTSLDKPKKVYCYI
SPKQISIKEFKLLIFPKKLHTFRVCPGTKFTYGYKGVNYCKSSPRVPAVRKWRLTSGPRTASVSEEPVHYDLSRRGSAVD
ELLDGGVLSDLIFTLDDGYQKVTLSSKNRNELGALFIHFLSQKMGGSADFKDKQTFFWNELKDHHKSQSRKTLMLSVQRH
GVLKHVMEMTNDFKVKDWCKPWEVSFQGERGVDWGGVGRELVVLLFDSLLDPSNGLFQRFKKDDPQALMHPCHTDRHKTK
CFEFAGRLVGKCLYETAMGNPRYVKARFSRSFLAQIVGLRVTYMHFESDDPEFFVTKVKYVKENDVEDLDLVFAEDVYTD
GKLETFPLKAMGEDIAVTNESKKEYLDLVAQFRLVDRVRSEMEAFVKGLGEIVPIDLLSIFDENELELLMCGASEYNVDE
LKQNSITEGCGFHFPSFHETIRVFDDHPTQLITSWDPENPSKPVDKPKLPYIVFIPGNPGIINFYKPFLNFLIGQTQGKA
HVVSMSYCGQDPTGLTDEQKKSHSEKPSDIDEQVKHKAAVISEIVPPGSDMIVVCHSLGCYIMLQLLNRREPLDKYNVIK
IAFLCPVIGNMHASQTGQWFGPFIKKHPYFTRAVIYGFTAIPRFVLARLVGPRFARIFNPPEAYRDGMIDELVDFLKAGR
KGIVSAINIGEEAIERLRNFDVDELVRNQKRMVIYYSPFDHWVPDGMYQDIFKKFPQLKIRAIPSAHTFMFHYAEEMAEK
LDDSLQDVLKDPFHFQETSC                                                            
>Ocar_g3098_t1                                                                  
MCLLHHGANPDLRDEDGKTPLEKARERSDEGHREVADILQTPAEWMASAVVLPSSDEENDDEENGEESTDEFDDGKEETK
AEATANSESPSSSAAASDSIEEEETVEQKEKEGKPDAETETKDAEKSTVEPKPEGDASSEKTDVAKHEKTSSTVEETVVI
ETENVAELAVMKNDGEIVENLEGTGNNMPVGEAIVSKGGNKEEEEKPLPVDHTGDPEMAPVYLQRLLPVVVKVYHATMLL
SVKKAAVGLIRRMVHYASKSLLSDMARVASFASELTEVISTVLDAECIKDLMSKSSDDFLNHIARLGIMQQVSHLAESPS
EEETQEKTDNKKESDTPSSLAPAPLPDARDFSMGKPYHWFNWNMVRGRDCVYLWNGHCALELSCGSNGWFRFLLDGKMAT
MYSSGSPESGSESPDASQEFVEKLQRARGFAPAGLRSQPVLSSVNPDLKIVIGNWSLRCLKDGELEIRNSTGYHVSGWNE
FLAIEISKKGKRIQSKTEAVKQKVETLGREIIEKYFSATSGTRRPIMQELQEIVNKIEDDNTKNECHWETLKSLAALLMD
EKAVSPFEIQSSGLVSALLAFLLPGVKSTASSQERRVAFLSAFSGIQESSSLMPSVNLVRKLISVLESVERYSVYQYDTP



GCSLGMQALTRRLRFRLEMSSDCSGLIDYTGRTMKAEPLATVGMLRRHLLKMVAKQWYDYERVQFTFVKELQKVEEDGAK
LVFNHAVDFDENGIIYWIGSNAKEAWFAIDMGIVFVPSAYSLRHARGYGRSALRNWQFQLSKDGQEWTTIRDHVNDTALT
EPGSTATWTLEPPDDPDGWRHVRIKVTGKNASNQTHYLSLSGLELYGSVTKVCTDQLGKAAREMELALRKQRKILKQQVK
SQFVVGARAVRGIDWKWRDQDGNPPGAGTITGELHNGWVDVSWDHSGANSYRMGAEGKYDLKLAPPDMAAKVKSPVSPRT
VDPPREGRMRAAVHELLAAALLGRRENSGAEAEKEGKVENAEATASVKTNAVTSSVSEEATTARSVAEMLGLDRDMVAQL
LGELRGDECEDVCEPVNDDDDEDEDEDLDDEDDDLGNEEEEPDNYDDEGEEENTFLIGRRKWDDDFVLKRQFSALLPAFD
PRPGRTNLPQTQDLSIPPPDSPDSDFPDSRQVTSQMKLGLKLRLECQENQGLVYEELLSDSDEPIFKFIQKIYLLGSNNP
KPEKLRQIWEPTYILTYGFVDGDEDAFAMHRKGSVGKWPIGIVEKHLGTTRLPKSQLISYLQRSANPQWLKKWKLFGLPR
SIRKNKNCHQLVSAYKDFCRSPKARLTASCDVDKADHEEWTEAVEDVLKLLELLRSMAMSEEEETYMDKSLRFDASMSEF
YSKKLSNKVLQQIHVRSPCVDQWRFTGLVHLSYIEPSNAISIRDSFPILLGLQLWRLLFGCTAAGRQATVRRGEEANEYR
MGRLKHERVKVPRDEKLLDWAFNVMRVHGPRKSILEVEFRDEEGTGLGPTLEFYALIAAELQRHALGMWISDDNFPDEME
REVDLGKGVQPRGYYVQRTSGLFPAPIPQSNPSVDRLVGLFHFLGSFVARCFQDNRLVNVPLSRPFFKMMATGGRSETER
NRDVEVTPSPSPSGVPNNQALSGGGDENVEQVREKTVEDVLAMENPLNEAMSVSSVECKKAGRGWFSSVLTDDDFVEINP
HRGKFVMELKELTATRTEIADDETIGKEEKEEKITGLRLKAVDTKDEKSVAKLEDLCLDFQFNPSSKTYGYSSYSLKPGG
ENTLLTLANASEYVDLVTDFCMNTGMARQMEAFRDGFNCVFSMEKLCGFTADELSLMLRGEHAPDWTREDILMYTEPKNG
YTKDSPGYQQFVDVLTSLNRDERRAFLQFATGCSSLPPGGLANLHPRLTVVRKELEHAGTLPSVNTCVHYLKLPEYDSAE
ELKEKLMISTKEKGFHLN                                                              
>Ocar_g4629_t1                                                                  
MADDLDLAFVGRGGYSSELEGAEKRKTTWRDDPLSNSSSHSKERHANKAPSKQTAWEARDQEDGKSRRYHLLGLNAYDRH
KLLVNTYFLKNEGIEQWKSRDASRDRNDYDVLRDQHRFLWDPNDDDLVAESWEVRLAKRYYEKLYREYAIADLSRFQEKR
NSIGLRWRVEREVVDGKGQFVCGERKCDEKEGLTTWEVNFGYLEHGEKKNALVKIRLCPACATKLNFRHKRKQVRVGKGK
AMKKKRIRKEKVKSAAKRSNKGKDEPDGDEGEEEKEEEENINPSDLKLFDAQELELVISGSFVTGTSSIPYEGFAVLRGS
NGPREFCIDRWGTPDDLPSMDLPSYKSQAQLTEKLTTAIEFGRTVCVESLAARVFLTCLNFSESYLIWLHLQECTVKGSL
QGHKGRVNCVSWIKEGSKRTGELATGSADSSTIVWNSNQKVGNLVGHSGSVTAIKGISFACGQDRVTIIASVSVNSSACI
WKRSNAGDFEKVQSLDFDQSIGLCLDLTLIQNEGVPFMGVGFEDAKVRLYVWTDSKFVETHVVLDRHTDWVRDVSFAHSD
DGGVFLATCSQDGAVHLWSFAEQGRLAKTDPNQDGGIPPLKTKDRLLEMNPSGGNHKVYSVSLESILLGHDDWIYSVNWQ
PPARREDGSSHQPMRLLSSAMDKTMIVWQFDKSLGLWVDKVRVGEVGGNILGYFGGVFSPGGDCLLGHTYQGAFHLWKNT
SLHEEEETWIPQVVISGHFGPVQSISWANGDAEYLLSCGTDQTTRLHAPWRQDGGLKVMRLSHATSANHCRSFTCTEQSV
HGYDMQFIASVSDDQFVSAADEKVIRVFKAPKSFLEGYQKISSTALSDKVKGHSLGASVPALGLSNKAVFADESSQEDNR
MTSPYQVKPPIEEDLLQNTLWPETQKLYGHGYEVFSRQLRGFCVQGNKSRTRGDPDLGRVNMATVFELEYRAEKKTAGHS
RIIWTCSWTPDDCHFVTGSRDKKAIVWEFDSGRWVPATSALDAPDAVTALDFAPSKSYNKYTLAVGLESGRLFLYDWSKQ
SGFIALLEFDSSLRHSGCVKQLQWRKSRNSESKEDFLASCGDDNAVKIFCYTHS                          
>Ocar_g5122_t1                                                                  
MAEVKEKVTGWITVEAKTFYGKYFGSSSGSDRPELDVYARLQKAVSSLKPAGTLKSNKKALKNILEVIVDPQLSASSFEI
LHSDLIPQMLSFLASAVPRERNGCCARSKMFLSVFAGLPEPGSPLPSDVLPNHEKSALLCLVQKLQGCVNQLEQHAYPSL
HTVVPFFWALKDKPEHIWCFLRRDPSAISLKEWKGGPVRIDPLASIQAIERYLYVRGFAKAKQGDENQSEVDESDDEIDD
SMVWRLVLTGRFRLTGLLPFTFCFPGGSALPILVTNSSSETVWKGKEEEGLRCDEESEESGDEHNPLGRASIWVEAHVIQ
YQPTAILEKEFQEIGLAVKADSNAPGGSTASASATSADSPSIGSSSRQHSGKKKFHVARLRSGKGWRKTAKTNVPREVVA
SSSSSSDLVKGGNPPVPKAKTCASLMEQLLLEAGKGISDKDESASALCLLRVLYLLNSKWCLLYNSMNARRGILPLPEFV
NSKLTAKATRQLQDSFVIMTGNFPSWLVGTGLGPTLEFYTLVSRELQRADLKMWRGEEYQSPDGEMASEGRSQTYVKSLH
GLFPVCMTEDSHKAVFAHVIQKFRFLGKFLAKAMLDSRMADIPLSTPFYKWMLGLESTLSPLDLWHIDPVLAESYNQLYK
VMLAKREIEQNDSLSVDEKLAAVNDLLISGSTIESLDLDFTLPGNRDIELKPGGRDIVLTVHNIEEYLELVWRWTLVDGV
ASQFKAFREGFVSVFSLSSLGIFYPHEVSNTVVGLMNVFSDVKLSQLELLLCGSKGENWDIRVLVDNCRPDHGYTHDSRA
VQMLFEILSAYKVEQQRRFIQFVTGCPRLPVGGFRSLNPPLTIVRKTIEQPLTPDDFLPSVMTCVSYLKLPDYSTKEVMV
AKLEQAASEGQHSFHLS                                                               
>Ocar_g6121_t1                                                                  
MESLWNVLEEWFVLLAKEVSRAEEREISTKQPDQETEERHSQPSEVAMARISSVEVASMIVNTTPAYMRHAFLRSISQSA
LPIDKLMGDSLQSQGRWSGNWEGQYGFSSSRHRVVRSPDNVKEEETEVEDLTSLLGHMNGSGGNDGFSDRLCAVTHGYYL
HCRCEGNVRESQIGLDKFFSFAKRHEKVLKILLARNPKLIFAHFHFLLELPELLPDFIHIVRSQPFEERRKWFYENLYRG
VEEEDHRSLSPVSQGNVISVSRDDLFSTSCSALANVDVSQLKRKNTVFAFEGEGGMGTGVQREFFDLLSKEILNPDYALF
TQSADGATFQPNSNSDINPDHLNYFLFAGRIIGMALFHQQLLQIYFTRSLFKHILGIPVNYSDVASIDPEYANNLQWILD
NEISNVDLELTFSVETDVFGAMQEVDLKPGGSSILVTDENKEEYVQLVAEMRMTRAIRPQIDSFLNGFLCFIPLSLLSLF
DEYELEICLSGLPEIDLEDWRRNTEYSGGFEEDSPVIKWFWELMGTFDDKVRVQALQFATGSSRVPLGGFANLVGAGGLQ
KFIITRNEGASENRLPTASTCFNLLKLPEYKSKEKLRECLLIALNCGGLGFEFA                          
>Ocar_g6546_t1                                                                  
MAQESPQELKKQLFIEFEGEQGFDEGGVQKEFFQLVIEELFSPKYAMFSAVEESRKCWFNPTSFENDSEYMLIGIMLGLA
IYNHVILDLHFPMAVYRKLMGYHATFEDLREFHPVLSASLTNMLEFEGDVEESFMCNFTMNYSDVFGSLLTFDLKENGSQ
IPVTNENRQEYVQLYIDFVLNKMIEKQFNAFKRGFNMVVDEYPLKLWFRPDELELLICGSEDLDFVALEGSTLYDGGFTK
DSPLFALILRWFWEVVHDFSEEQKKKLLSFATGSDRVPLGGLSQLKFIIAKNGTDSERYGL                   
>Ocar_g6983_t1                                                                  
DFLGQAQLSLRETSIGTEFRADGPRIQEMEMDLKPRRMQMAGYIMWSIGRGEPSGIDLPDPGSDFAVLTLEDVSVGQEQE
ENPLPDGWEKRPFNDRILFIDHNRKITTWNDPRVKPPRGPRGSTSGRNASRKSGSPMEEGSTKDPTDLSLGPLPDGWEIR



FHEQSKRHFFIDHRAMLLWEDPRQKTRAKPVKAIEYSRDYKRKYDYLRAQMRRPHGTPNKFDIPVKRRRIFEDSYNLIMS
VPPHRTKVLKARMWVEFDKEKGLDYGGVAREWFYLLSKEMFNPYYGLFEYSASDNYTLQINPNSGKCNEEHIKYFKFIGR
ICGMAVFHGKLIDAFFVRPFYKMMLRKRITLADMEAVDTEYHNSLKWILENDPQCLDLAFQVEEELFGQVKGTELKPGGA
KISVTEANKKDLVIQWRFCQRVEKQMKAFLEGFHELVPFQLLKMFDEREIEYLLCGLGEIDLKDWRRHTAYKGGYSDQNP
VIVWLWKAIESFDTELQHRLLQFITGTSRVPMNGFAELYGSNGPQKFCVEKTGSVTALPRAHTCFNRLDLPPYLSYHVLR
EKIRLAVENCEGFEGVD                                                               
>Ocar_g8543_t1                                                                  
GILVDVPFADFFLVHLKGSTYSAAYSPFDELASFDRDLHKNLNFVKHYEGDIADLDLTFSLNEDFFGKLLTHDLLPGGGM
ISPPFSIRCVQVGDDADEGDSVGGVIRGFFRHSRKGFADRLPTASTCFNLLKLPNYSSKSVLRDKLRVAISSEAGFELS 
>Ocar_g10548_t1                                                                 
MVTAGPETLYMAQRVWKVKFIGESVDDCGGGYSESVSEMCDELQNGYTPLLIQTPNGREETGVNRDCFILNPEARAPQHL
NMFRFLGMLCGIGIRTGQPISINLAPPVWKQLAGMRLTVGDLSEIDKEYVPSLVFIRDSSDDELEDLDLTFATPGACGHE
VALSTRHRRVTPSNRQEYV                                                             
>Ocar_g11034_t1                                                                 
MQQALESLEEEVTMLSSALGLRREVEEVQQPANKTGESSKNAGTSKEDEDDVFALPSLSQQLALDELWTTLGNCLTALAD
STDCHAVLVLQPAVEAFFLVHGTEKMAPGQKQSPDRQAAGRSLSYHRLASSDFDNPASPSLLIPMSPSQGPADPLADLPP
DTAKFLQFAETHRTVLNQILRQSTSPLSDGPFSVLIHHTKLLDFDVKQRYFRQELERADGGVRRDDMVMHVRRDNVFEDS
YRELHRRSPEEMKNRLYVVFEGEDGQDAGGLLREWYLIMSREMFNPNYALFKTTPGDRVTYMPNRLSYCNSNHLSYFKFI
GRIIAKAIYDNKLLECYFSRSFYKHILGKSVHYTDMEAEDYSFYQGLVYLLEHDLNEIGTELNFSTEVEEFGICEIRDLK
DNGSNITVTEENKKEYVKLVCQMKMTGAIRHQIKSFLEGFYDIVPKHLISIFNEQELELLIAGLPTIDIDELKANTEYVK
YNSNSLQIQWFWRALRSFEQADRAKFLQFVTGTSKVPLQGFAALEGMNGPQKFQIHRDDRSTDRLPSAHTCFNQLDLLAY
E                                                                               
>Ocar_g11047_t1                                                                 
MDHLVYTWGDGREGQLGREVKGETYRTPRLVKRFSDAIIDVCCGDKHNLALSVGAQVYTWGSNSHCQLGIGFGVATANEP
KYVPTLDGLPIVQVAAGGCHSMALTVTGIVYSWGKNDFGQLGLGDNLMRHVPTWVTTLKSVDVCRICCGGDHTALLTKIT
GALFTFGSNGTGQLGHNSTSHSLRPKQVVELMGDPVIQVACGRQHTIALTAFKFQVHSFGLGGSGQLGIESLKLAKLPTV
ISLLEQVNVQKIFAGGSQSFALVSSHRMDQPDWTPEFLSEKLVMELVEEAEESQWYKKLGAVFFGPFVNVFVNCLSCILS
SLKNSLTHEALVSFPDKELFENCIDTLSILNWMNEIFGNLIPFETFYSKQLNEAKEFDLAKDYFRAMQLEPGISLSRYSF
LFNSQTKSKLLDLDARFQMQHAVNHAQRYNIDVLTQNVEGQHFLAEPFLVFRIRRSQLLQDTLNEVAKYTEEQKQSGHHV
FKKPLHVQFDNEEGMDAGGVKKEFFLLLVRELFNPDFGMFNVLPESNVTWFFEQSYEELRMFEMVGIICGLAIYNAVILR
TSFPLVIYRKLLKRNLKLGDLKEIQPSLAEYKSPITRTSFGQTQSFDLIPDGANTIVTKENRGEYVKLYVDFLLNKAIES
QFNAFNEGFRRVCSGHCWEFFRAKELMSIAAGSPVFDLMEMDQVT                                   
>Ocar_g11084_t1                                                                 
MKELRIELVSQQPQTGHCRIEVSREDIFEDSYRQIMRMRPKDLKKRLMIKFRGEDGLDYGGIAREWLYLLSHEMLNPYYG
LFQYSRDDLYTLQINPDSDINPEHLSYFHFVGRVIGMAVFHGHYIDGGFAMPFYKQMLNKPNTIDDMEFVDPEYYNSLKW
ILENDITEVIDSSFTVQHNAFGEMKTYELKEEGSEVHVNEFNKKEYVRLLVQWRLRHGVEKQMQVLMKGFHEFVQPHLLK
LFDERELELLIGGLGKIDTVDWKGNTKLKHCNPEHPIVRWFWKIVESYDEERKARLLQFVTGSSRVPLEGFKALQGSTGS
AGPRLFTLHLVDANTDLLPKAHTCFNRLDLPHYETYEKMYEKMTCAVEETCGFLPFRMSSVLVMGLGSRNLRIGLASNYL
PKTMPHVIARRRKVAACQSAARRPTAKAKPEDTIGGELEESQKEALSAAQLALQAMRMGLRRTNVSQDQIRRFNEKVVPQ
QTMEPSPSEWTNVGAQPPFLIGQAALDIHHEEPYELFWPVQRGHLPPSSEALLCQLEVLWGEAINQSTKLDLHTFKVDYQ
AVVVVPDSFSHDNLRTVMTVILSRLQFAAVVVHQESACTVYGAGVPTACVVDVGDQKTTVCCVED               
>Ocar_g11126_t1                                                                 
MILRPGSMTFGEEKLLQFFGQLLGVALRADMPFPVDILPCFWKSLLNLPLNMDEDLKEADILTYKFLKGLEEVESAKEFD
GLCSSAAEGLEEEPLPAQLQFIYPRVTGDEIELCSGGHSRSVTWENRLEFAELVRKFRAEELISEERMAAIRSGLACIVP
VQLLNVLTHRDLERRTAGLPEIDLGYLKAHTMYQVGLMESDKHIQNFWRVLESFSQFACNQERIPMGQPSRSTADIHVPP
YPMKIAPPDGQGPPDSRFIRAETCMFMIKLPQYSSENVMAERLSTVENLFV                             
>Aque_XP_003391899                                                              
FQEYVDLYTDWLLNKSIAKQFDAFKKGFDLVMKDKHLADLFTAEEVEMLVCGSKEWDFNSLEENTRYDGFSKSHSVIINF
WEVFYEFNEDEKKQLLAFVTGSDRVPVGGLSNLKLVIVKNGPDSDRLPTAHTCFNALLLCEYSSKEKLKERLLTAIRNGK
GFGML                                                                           
>Aque_XP_003391176                                                              
PTGSSGPRKFCVKKYGAENDLPRAHTCFNRIDLPPYPSYHRLKENLKLAVENTEGFEGVD                    
>Aque_XP_003390973                                                              
IRVLDHRQCNIIWRQVQPVVGELTVADIHLVCDNGRPYRCSSTDVFRAHVVDTTTNQEVNCVIEPSGSLVGCSQVTVSFT
ARVSGEYLAKFMMNEQILGRERRIVYPDILDHRQCKVIWRELQSVVGKLNVVDIELVCDNGRPYTIKGTDNFRAYVVNAQ
KHQPVNCVIGQGPPDENKTVFELKTANLIMKCETFFPIIMTPKDSYGNNAALHEAEIVFESRTNKDSNDAPLVNVCYYDV
HKLDDEKKYEILVNFASPGYYHCSVKYMDKILKTINAIVLTDRDTERMEKNCKALSFDTGYNCKLMKGKKLKDTRCFISP
TNLQIRRFKLKIFKKYTFKICRSTQLVPLVSGGAKLPVTESNKIHYLNKLAEYRLRDRVLKEINEFMKGLNLLVPTELFS
IFDENELELLMCGLQELSVQDLRLNTVTSVSGQTIEWFWTSVDQLSQEEFARLVQFVTGSSQVPVGGFAELQSKFTILLS
GETGNRLPYAHTCFNQLCLPVCESYEQFNNVLMTAIREGAEGLLIA                                  
>Aque_XP_003390237                                                              
MFEVYQFNNINKERIIMEDEEMEEIVEQDMDTDPLSGSDQSIVNSILTELNKGSFINPLLPIKNYHVITNTPAAKLRYYS



HLLSSLSLSSHFLRQIWQYVTSLSLERSFGPPIKCLDYLSHGMRLPAAVGVVILEQMTVFSCLFSISLSSLHDTEVDSKG
PFNLKELASVSLILKDLFIVLHLENHLDKTGLASDSRPRPFEWTFLANLLCSLLKELHSRDVRLGFLTPDRWASVSLPSK
VPPELFLFNEEDEESSKIKMITSPTTLKYAELLKRAPFVFPFVERFIFLHKLLKSNRQSAQGFLQEFLMGPSISIAARRT
HLYEDAFSKLSGRDLRYRILVTLINAQGLDEAGIDGGGLFREFLSETIKTGYNPNRGFFVSSDSATLYPNPLAHLISDEY
PLHYQFLGGLLGKALFENMLIELPLASFFLRKLTTPGRGWVETHYLSSLDPELYRQLLSLKDHQESDFDQLGLDFTTLSN
EFGQIKLVELKPGGSDIPVTYNNRIEYIHLLSHYHLNQRMERQFQSFRKGLNEVVPVLWLTLLGKWSNPSIIGQCIPPAS
GFIIEKIDNTRAVLFGGTETDDDSEDTLDVPRSVRKRYGHSLSVFIMSPHCVWIITVGGATNDSIAMLTELVLDSNEGCL
VCDTYDSKLMTSEGYKKKYQQQLQTGRRIWLEEYQKPRKGDTADIEQTKEREEAEKDQEIRRYRHQLQEKDRKNQEALRQ
KDIVILEKDRELRQSQEAGRRYQQPTELTDDHWSIDKDEVTLTKEELGRGSYAVVTIGIFRGLRVAVKSLHTIIISDYNL
GMFSREMSIASRVRHPNLVQFIGATKVGNPLILTELMSTSLNHELQRNRLSNQQILSISQDVALGLNYLHLFKPRPIIHR
DVSSPNILLKPCTGAAGYEAKLDVPHSVSKRCAHSLSVFIMSPHCVWIITVGGATDDSIAMLTELVLDSNGGCVVGDAYD
SNLMTSEYYKKKYQQQLQTGRRIWLEEYQKPRKGDTAYIEQTVQALIKSLEEKEKEKEREAQGFRQQMEQKEREEAEKDQ
EIRRYCHQLQEKDNEVTLTKEELGRGSYAVVTVGIFRGLRVAVKSLHNIIVSDYNLGIFSREMSIASRVRHPNLVQFIGA
TKVGNPLILTELMSTSLNHEIRRNRLANQQILSIGQDVALGLNYLHLFKPQPIIHRDVSSPNILLKPCSRAAGYEAKVAD
YGTAKVVQANSTSTGTVMPGNVAYAAPEAPIPDQHSP                                           
>Aque_XP_003389911                                                              
MNLRIVKANLQENGKIFARNTFCEVIVDGQKHGNLKTDVCKKTSTPEWDEEFTALVTPSSKLLFIIHNQGLFSSVLGQVS
LDLGPIIREHQGYGKEREREEEKGSQVVGTLTIELNDLHVQQSSNTPNNSSPAPNDETTSTTATPNRTESPIAPVASAPP
PLSEPLLNVTPSPQISRQTSPGGPEPSQPVNQGPSPQPVDRRPSPQATPPVSVLTTPTPDPRGAGQAPPPPIRPFQTPSL
HPSGLQQPPQPAPPTSSMPAAAAANRGNPPPLPRGWEERRDAQGRSYYVDHNSRTTSWERPEPLPAGWERRTDPRGRVYF
VDHNTRTTTWQKPTVESLRNYQQWQERTTANLQERSQQHSQRFLLGTSRPPDAGSTADSASTAAPPPKNNAIAPLPDNWE
KRLLPNGRVYFVNHKSKTTQWEDPRLSMTDQLPLPLGWEMRFTEQNVKYFVDHNSRTTTFQDPRKSADDGKGGGPIGQYG
VAMQYERSFKWKVGHFRTLCSNNALPQHIKIHCSRDTIFEDSFQQVMRFQSQDLRRRLYIMFRGEEGLDYGGVAREWFFH
LSHQMLNPMYCLFEYVGDKNYQLQINPASGVNPEHLQYFRFIGRIVAMALYHGKFIDNGFSMAFYKQLLHKKLSLKDLEH
IDPEFYNSLVWIRDNNIEECGLEMYFAQDYDVLGVVNSHELVEGGADKLVTDENKHEYIDLVLQWRFSRGVKDQTKSFME
GFEEVVPIEWISIFDERELELMLCGMQEIDVNEWERNTIYRNYTRGTKQIQWFWQTVREMDNEKRVRLLQFVTGTCRLPV
GGFVELMGSNGPQKFCIDRVGKETWLPRSHTCFNRLDLPPYKSYDQLKEKLLFAIEETEGFGQE                
>Aque_XP_003389489                                                              
MPSVYVSEDLEPETLLEWLSIGDGADRDIQLVALEQLCMLLLMADNVDKCFESCPPRTFIPALCKIFMDPNAPDNVVEVT
ARAIYEPVIKCFMTLIDRFIRRGHDVNPLIDKGLIHELTKRLAAVSDSSSSSPQSVSIIVNLLSTLIRGSSSTANAVLRS
NLPDSIKQAVKGDERCVLDVLRLIELLLILLFEGRKALPKNLQPLASRQIESFPGDASNRHVIEAIRAGNNEEFFEAMES
GIDINHMDDVGQTLLNWASAFGTLEMVEYLLENGADVNRGLKSSSLHYAACFCRPSIAKRLLQFGADTELRDEDGHTPLD
KAQERGDEWYQQCLEIFDNSDNVLRDDDDDDDSDSFDSDSDAESKIKDMISSTAATGTGPASSGGNKVISGNIIEPSGQT
TAAANNEENKNNGKEDASSDKVDPELIPVYMKLLLPLLVEVFHSSLSQTLRKECLRLVCKMFPFVSKEVLQDICSDSESQ
RSFPGQITEVLTSTLEIEDDLDGQLAALTILDELLGKVPDTFLEQFLRLGLPVHVSNIAVPPKEAEEPSTEETDSGPLSL
KESEVLQDATELTPLVPYQWKDWVFIRSSECLFLWNEHIVLELSRVSNGWFRYLMDKKVATMYSSGSVEGSSSSLGGKSD
FIVKMQLCCSQVPSDAVLYPILSTPSPVKLKIGHWSLSCEKEGEIVIHNAESSQATYLRDASSDVCVLFESNRQRKIPLT
PNTPLGGQFHFAWNDKKGMKYKTKADVTKEQISSLAWKIQQKYFTSNSEGTRKVAFELQLILKNIEDTCLAHESDVSLDS
GMGWKEELQFGLQALSDLLKEESTLSAFEVHSSSLVQVLLHCISGQFSEEPVPAQKINERFNLFKEVFSDADKNACLSEE
SNISPPSVSLVKKLIAVLEAVERLPLLCHDAPGTPLNLQIIQRKLHFKLERAPDEGDLRDFSGKTFKTEPLVTIKGLEKF
LSGRAAKQWYDFERTSYHFVSVLQKMKSPLVFQHVSDFDENGIFYWIGSNARTCDWVNPAAHHIVVVSSSDGRILPYGNL
DDILCRDDTPANCHTKDDRNSWFAVDTGVWFFPTHYSLRHSRGYGNRSALRSWDFQVSKDGVTWTTVYSHVNDNSLNEPG
STASWSLSPPTDPEGWRHLRLILTGPNASGHTHYLSLSGLEVYGEVRGLADNELGKAAKEQERQLYQKRRFVKEHIMKKL
HIGARVVRGVDWKWRDQDGIPPVPGTVIGELRNGWVEVQWDHGSANSYRMGAEGKYDLELTGEEPAIPPPPESEETTSNT
PPAPDNVSDEDDDDPVHQKTWDDDCILKQSFSALVSAFDPRPGQTNVPQIQDFVIPLPGSVNQTVDDSIDAKFKRVKLAL
FVKYQGLELIMEDSSKPICHYVQRLLQHLPKGERKRRVWDETFTLVYRDSSHVISSGQWLGPVSYVASSLLSGVISKEDV
ILFIRKNGKESFLRKWKLTEPSSVAKKSITFSELTDIYKELIETPRRDGAMIDIEPAASDQESTVYDVMSLLKLFYDMSE
NDMLNIPTEIFQSRKLVNKLVQQVHDPLSLASDSLPDWCYKLTGHYSFLFPFETREMFFLSTAFGTSRTVIWLQKCCDEV
LERIRGGALKKEEQYEYHIGRLRQDRVHIPRKEDDILLWASSVLHAHAERKSVLEVEFLNEEGTGLGPSLEFYALVSAEF
QKSSLGMWLTNDRSSLQHNDMSRQVDIGLGVKPPGYYVQRSCGLFPAPVPSSSPEFDRICKHFELLGLFLAKCLQDGRRV
DIPLSESFLKLMCFKQVITEDPGTLPSITRPSEEERRDDDVTLNSSDNAINNNPTSFSNDTNTITGQEATGKEKIMMDEE
RRKESSAAKDASKDDAALMNDKVHSSKTSGNTVPWFTGILTMGDLVTIDPYRGKFLVQLQDLVQRKIELSEMEMTQSVDG
LLLDDGSQLSDLMLNFTYAPSSSSYGYEWYDLTDNGSATELDNSNAEEYLALTKDFVLESGIRKQLESFKTGFDRVFSMN
KLQIFSPYELRLLLCGEQSPSWTREDILKYTVPKYGYNSDSHGYQRFVNVLVELDSDERKAFVQFITGCSSLPPGGLANL
HPRLTVVRKDSKDDNMFPSVNTCVHYLKLPEYSSERILKTKLMEATFEKGFHLN                          
>Aque_XP_003389364                                                              
MGGIEANVCDSGQPYTCSTRDVFQAHVANTATNEEVSCVIQPSGSLVGCSQVTVSFTVTVPGEYLAKFMINEQLVGQEQR
IVYHDWIIPICGKGHYGCEYVYRYIRVLRDSDDTSSVNVTCIVSKLFNNEEGYEILVKLAEPGYYHCSVKHMDKTLKTIN
AIVLTDKDTKRMEKNRKVLVFQIGYHCKKIKDKKKKDARCFISPTMLQVRRYNFFGITIKKYTFKVCRSTQFIMDSSPEI
FTIDDGIIPPLKLTSPDRELIAAVYHYFMEKKFDECIDCNGVSREFINCLCDAIFSGRRPDGLFRAFKEDDMQSLVHPTT
DKERNGLYDLRYYHFAGLIVGKCLYETAMGNTLLVRAKFTRSFLAQIIGLRLTWKYFETDDPHNGKVRYIKECSISDLGM
DLTFTEEEYDGSSKNPRLVELVPNGTKKPVTESNKMYYLNKLAQYRLCSRVSKEIDEFMKGLNFIVPAELFGIFDENELE



LLMCGLQELSVQDLRSNAVVRGVSGQTIEWFWTSVNQLSQEELARLVQFVTGSSQVPIGGFAELQPNFTILCSGESGNRL
PYAHTCFNHLCLPECESYEQFNNVLMTAIREGAEGLLMA                                         
>Aque_XP_003388811                                                              
MVTRQLKRSFDHSLRLSRGSGLSVDYNQINDQSKLFILDIRGAKNLLKQDVFGLSDPYVRVRFVIDSRSEIQTLTHLSTH
TIKRTLSPQWNEKLYFILDADVFAVILDVFDENILTRDDHLGRVLLFFDTSRPPVTLPGPNTFVQFPIVVRENPGYSNWI
EEQATRLTNLPINLKYSPDVLQQLNLLCEVPAWRNTLEKLRNEYHTKTNRQINAIPTGYLTIHYSVLSPDLSESMSLIEE
TGVRVVPRMRIEHVHRHDNEETTSTSGSTARDDNDENLASGDQLIKTIFNNLFTVLGFEMVEREDVDSSSDEEEGLPSGW
ERRVDSNGRRVFLHHLTRTTSLRRPNIRRPEQQPTTGRSYLPRLNSIDMTEVSSGDETGEDEREEETTVQPSAPPLPPAP
EPFTPSLDRSRESTPQGSPSPGPSGPTLEPAPDPSPNTSSVSQTTASPQATPPAPVIPPRPTLTPQQLKIAKLQEGLPQG
WAVAIAPDGKTFYVDHINKKTSWDDDLPPGWEVRITKEGQKYYVDHANKKTTWDHPKKGGLGPVGLGPLPPGWQMKTRAD
GQVFFVDHTTKSTQWEDPRLMKMQYSRDYKQKYNNFMTQLKRGPSFANKFTIPVKRSNILEDSFNVISRVPTSKLSCFKG
RMWVEFDGERGLDYGGLAREWFHLLSHEMFNPYYGLFEYSASDDYTLQINPDSGVYNEYHLDYFKFIGRVCGMAIYHKNI
IDAFFIRPFYKMIVGRPITLKDMESVDVELQNSIQYIMDNDPEPLCLTFSVNKTIFGEVIEEELKPGGKDIEVTESNKKE
YINLMIEWRFTRRVKEQMNAFRNGLSDVIPLHMLKVFDERELEYLLGGLAEIDVSDWKRNTEYSGGYTATDLPVVWFWKA
VENFDDEMRARLLQFVTGTSKVPMNGFAELQGSSGPRKFCIKKFGAENDLPRAHTCFNRIDLPPYPSYYRLKENLKLAVE
NTEGFEGVD                                                                       
>Aque_XP_003388152                                                              
MATGEAENSLKRESSKELLQERIKIFFIQLTRGCGQKSCKNLECASGRGYSSPPNEAAANAVRLAQQKATPCLSLLSKPT
NGLVSPRGKDGRKGEEPVSGGSDEPMEVESGKATPKSKVLASSEVDQSESTMETNEETAVIQFPLESNIGLTLSSIKSLI
SKTDSLHYKELTSTLWNVFSSPQILNNSFIIPECPPSSLSRVRQRTGILVDVTAVREAYKLLYELEIPAITNTLCNAMSN
YCSSLSGADEVKFSSQLGHIITLFENPLLHSPEFVDRAYPQFLKVILGLSVTQKAILVEWYSSYTADELIGFIASLKQLI
LINLLNEDVSVTIQGNSAIASATHTLMLFYVSSLVIAKREGGLRPHSHKLVSAIAMPLPEQMAVRRLNIFQMLLSKFSVH
PSEVLKSSIPLDEFVLELINNEVDMGIDYRRFKHKYFEDGSHVFCFLDHPFVLSTSNKVETIHLDHNYRMFSERQRTLFH
TVLTGIPDLPFLVLRIDRHDIVNDTLAQLEAITELNPSDIQKQLRIEFKGEEGIDEGGLQKEFFQLLIEKLFDPMNGMFR
FDEDNQFYWFNSVSLESEEQYRLIGILLGLAIYNNVILDVRFPMIVYHKLIGCTPVFKDLYSSHPVIAKSLQSMLDFEGT
DDEFQDTYMATFSITYSDMFVMVQSTDLKENGDKIPVTLENRQEYVDLYTDWLLNKSIAKQFDAFKKGFDLVMKDKHLAD
LFTAEEVEMLVCGSKEWDFNSLEENTRYDGFSKSHSVIINFWEVFYEFNEDEKKQLLAFVTGSDRVPVGGLSNLKLVIVK
NGPDSDRLPTAHTCFNALLLCEYSSKEKLKERLLTAIRNGKGFGML                                  
>Aque_XP_003387957                                                              
MFVLLYLSLGSLLILCVYTIIVSLDRIRYVRRTLTGDHYRRGRRDPSDRRHYSVIIHNSSPVGRANGRGIDLTSCVVNGQ
SQPASPALDQTEPLVRPHHLGLEQFMQRSSRNQVMRQNSCPTPNRITPSPRPLVSLASHPLGAHSHTAESHSHTTESHTR
ENNVISDVIAEDSTAAIEESSSTTAVPHSLTDSAAVLDSTVAPESLSVPSGSTECHITVQSADASPPLTPMSPVIIVSEG
SILDNMETHEGSTDNTDTPPPHPTTLTLSLSTAAPPSVSLPTSSTNNRLDLPSNALVRMDSVDDSMKDHPGFLFLTRNDF
YEFVKSTGSTVFIQDLPLLKLVQSIRSDHSLYSKYSHSSRLVSAINSFAQTDCTLPDGWEKRLDKASQKVVFVDHNSKTT
TFIDPRLPLPGKQLRKAEDQGVMRSRPVQSAQRPLTGIEFSPVLQSLPERSASTPVAPVAVPMTPVMVHDDDDNEIPVQT
YSAKIVTFLRQSDIFNVLASRYEGTLTPALRESIESIRTLGVPRLEALQNEADEVYLELTIILSLFETDIDHQLFSVAAN
HQMSRSSLPPPSLTPPPPPSHARTAPPEMNLDHNDYMGIPLTDIIEFFKDPGVYHKVLSRFHSIEPYMRLYIDSFEHCLS
FELAIELNSSSNARRFVFDLREEILASVREREGNNFPPNFPTATEVRNFMSQPNILSRLTQLDADERSIVQVCGAWDVSL
IEFELNRTSVLRDLVERIADSIREFSSSSQPAPIGGSSPPTVLHIPAPPPVPPVPPPPRDEDFVRKLQQLQSILDINNYG
SYGELRLSLRRDHLLEDAYRYIMSKSSKSLRTKGCHVTWKGEEGLDYGGPQREFFFKLSRLLFNPFYGLFEYTTHGAYTV
QISRHSSSIDDAQLWFRFAGRVIGYAIIQNQLLDVFFARHVYKALLGIPYTVSDVETLDLSFYNSLKYVLENDPAPLELT
FTILEESFGEVIEKELKPGGAQIPVTEDNKKEYVELMTTCKLSHGVQQQTECLIKGLREMLPLQYLKPFDARELEWVIAG
TPEINMEDWKSNTQYWGGYHDTHSVIVWFWEAMESFTNEQKLRFLQFSTGTSSIPYEGFKGLRGSSQQIQKFTIDRYTGP
VESLIIAHTCFNRIDLPPYRSLEEMKEKLLYAFLETDTFETA                                      
>Aque_XP_003387779                                                              
MSTAQGSNEVLESAGGLVDKYQVSDQRFYDLSGLLRVTSDRLTNGSGQSDVDYPFLSSLFPSLDGMPLIGDVDHTPLPSE
LVQEFENMQCNSDMGLMPVIKRAWLTIDSTIYLWNYEDGKDLAYFDGLKEVILAVGLVIPNSRFEEYIRVLDHRQCNIIW
RQVQPVVGELTVADIHLVRDNGRPYRCSSTDVFKAHVVDTTTNQEVNCVIEPSGSLVGRSQVTISFTARVSGEYLAKFMM
NKQILGRKWRIVYPDILDHRQCKVIWRQLQSVVGKLNVADIELVCDNGRPYTIKGTDNFRAYVVNAQSNQPVNCVIGKGT
SLVGCSLVTVSFTINTSGEYLAKFMINGITLEKEYRQIIQAGPPDKTKTVFELKTANLIMKCETFFPIVMTPKDSYGNNA
TLHEAEIVFESKKDSNDAPLVDVCYNVSKLDDEEKYEILVKLEKPGYYHCSVKYMDKTLKTISAIVLTDRDTERMEKNCN
ESSFHTGYNCKLMKGKKTKDKLCFISPTILQVHPTKLKLFSKKYTFKVCRSTQLIMQSTPEMFTIDDGIDCRGVSREFFN
CLCDVMFSGRNPDGLFRAFKENDMQSLVHPNRDKERNEHYDLRYYYFAGLIVGKCLFETAKGNTLLVRAKFTRSFLAQII
GLRLTWKYFETDDPDLYNCKIKCIKNGSISDLGMDLTFAEEEYDGSSMNPRLVPLVSGGAKIPVTESNKIDYLNKLAEHR
LRDRVLKEINEFMKGLNLLVPTELFSIFDENELELLMCGLQELSVQDLRLNTNNNVSGQTIEWFWTSVDQLSQEEFARLV
QFVTGSSQVPVGGFAELQPKFTILLSGETGNRLPYAHTCFNQLCLPVCESYEQFNNVLMTAIREGAEGLLMA        
>Aque_XP_003387414                                                              
MAFVEFMKKALQRGRSVTLPPDPNEASYVLLPYVVQNQLKPVEQLITSSNFDVNHKFGRAQRTLLHSAANTGAIDTLSFL
IKRGATINVIDRIGVTPLHLAARNGHKKCVQKLFDNGADISIHDNEGLTALHWLACNGRTELLFSILQRGEFVDVVDVHG
HTALHVACQNGHYQCVLKLLEFKADFDKPSNDGRTPLFFACRHGQIKCLKLLLSMSASMAPDHNGVSPLEISAENGYKEC
VELILMKYPDQIDRLLLLSRDDKVPLDTMLSVMEYLCQCNVAIMIGLISRLANLASTAGMELLTVTSSYSDLMPQFLRYI
KVLCALYPYYCSAVSQAPPSPLARQTSPTTRLRGSENPNDSRPRRAATLNLFSGRGGGGGHARTNSHGSPIDLFSEIQIE



RESMISASLGDVTSASSYPNNPMEQLDTVWASLASWFDLLQNEISKLPEVTPPIINEIDSPPTQVNEEACPTNGGDTSQL
AAAIILSAPPRRRQVFLRNSNDGSGFVGGASSTVNKSLKRRTWHVDRVVRVIALEEEDEETSSLPSFARSTSSDNYHSSE
NQLKPLMEDIDQTPSIQEEVGEERGGAKSPDIVGVYADRLSAVTHAFSLCSKAMKKPAGKKSDSPDKFDEFVSKYESVLK
VLLARCPKMIFVHFHFLLENNQLLQRFIHIVHAQPFEDRKKWFYENLYDGAEPNQQLTLVPQENEIIVDRENIFTTSCSK
ISEASVDQLKLSLAIRFEGEAGMGAGVHREWFNDLSSEILNPDYALFTQSADGATFQPNSHSDVNPDHLSYFKFAGRTMS
LALYHRQLLNVYFTRSFYKHILGIPVSYRDVESIDPEYAKNLQWLLDNKIDEMDLGLTFLLETDVFGTTEIIELRQNGKD
ILVTDSNKKEYVQLVTEMRMTQAIGHQINAFTEGFYEIIPHHLISLFDEYELELLLSGLPDIDVKDWIKNTDYNGYSEEH
PVIKWFWEVVEMMDKKTLAILLQFVTGSSRVPLGGFANLVGASGLTKFTISQLNYEPNRLPMASTCFNLLKLPEYPNKDI
LKERLNFALTCGTSLIDIT                                                             
>Aque_XP_003387391                                                              
MADEMERDRGVIILQRWYRKVLSRRKLQRFIFDELMKREDENHTGVELFKIGLKIQKFFISGIDTMRLRQFCTSVIESMN
TSNVKSWYVSVALDKTHSVQWIKQVKWMLLLSGKSLYKLKPGMPRDDQYIETFLSIIVLLTDCTLWKLTEKGGTALKPTL
IKLCSSFSNHLIENNLFIYLKDILLSGLAHPRIKFNKNSFGAALGIRLISINGFDNKSLIPFIKCILTIPAVIYHLNLLS
HEMLDNLKKYKFFSSCISILKDDVNSIIKDKDKTEILALMSESMLLLDCLPHLKKQLSLLWRSSWTSKIFEPLFCIKRTE
EGEGGEKKASSRSLSVRKLFSSSAANNKMADRDIKLILRATYLYTQLISVLPQMTSEILIGLSSDGLFCSRLCYFMLDVL
NIDNKKLTADMLNDTQLMSVLSLLCETANYFLSVLDDNELYEVQEYFTQYQLGRITIFLNNLIFYCIWEQETLYTPIIES
TRPCLILLLQRNQRRSFVPQDFLLIRQLKPSKFVAQWKSLNPKSVILLQTLPHTIPHNTRVEIFYEYINNDKAMLGIGCA
HNHTPAAYITIHRSRLLEDGYNHLGLVSTAHFKGVIRVKFINEQGLDEAGIDEMGVFKEFLEEIVKIAFNPSMGLFKANS
EGALYPSPTSECHENHLQIFEFLGRILGKAVYEGIVLDLPFCIFFLHYLTSQSHGILYSSLDELHTLDPELSKSLHFIKH
YDGDVSDLCLTFSYEENFLGKLVTHELIPGGSAIPVTSENKISYVHKLAHYKLSTQIKDQTEAFVRGFQSIISPIWMEMF
TAREFQRVISGVDTDIDIDELRKCTKYYGGYHDRHRVIQWLWDVLKNDFTTEQRSSFLKFVTSCSRQPLLGFETLDPPFS
IRRVDTPSEEEAIHVAGIVRTLFGVRTHKDRLPTSSTCFNLLKLPDYNKKSVLKEKLLQSITSNAGFELS          
>Aque_XP_003387117                                                              
MSSSSASGGDNSNWSSVSEESLLLHEDLLQLVDHIPLPDQLETSQTGFTGLPTLDGKTPAELSLIIQRECGCQTVTFISL
LNYRHNALRKIWNYLRSKEKSSSGGGANTTSLKPAAKGGEGFASRISLVLIFPILHSLSKIDSELSGETTRILLQSLSSC
DPASLSKEPLDCILGLENLLSSWLTAAREKRTEGTEQIRTAASALVALAVAVGYLYQSVSIDPGWLVQCNGVLLYRKKSF
DESSSTHLCVRLSEDLHESGIVSHSLSLEEGYSTVGFMSDGHKLYWIYALKNESNSTTGTAGDKYNVYLQILDINVDIND
SMELLPSCERILLKKSKEEKNRMRLTGSSYFSGGSGGRTKDDTETSCGLSMKQLVKSSGYCTGSSLVLILASPPSSSGGS
RSLFGSTSTNNNKALCTSYGYSISSGYLVSQFDLTQSPSLTCGLTRGTTTGSMGASYDRFNHCVWSVAGDWVDLWACTGQ
VRPSAHSLAARMGLTPSHLQLLEDKENDDIIVEDVITLLLRHSGMESCRLTRGKDIGQPIAHNLSLSFLKHTVTILKYTV
DMDQLDNALSCVITLQAVLPNFLKSDIYESKENDKLFDTIRSCCWDLLHKESCSSVLVNEICQLISSNILRLYLQEEHQS
QLLLSALASSSSKMIHLRNSVFIELSKELRPLSSVPPSLLSLTGLLAGLLHEELNLGMNLLKEGGAKVAMTTQPVFSPAV
QCASSILYSILRSMDKAAAAADTDGNKEEELEDSRRLLIKFIEEIQLFEICGRFLDGLHSVISTISAPASSTDESPSRSL
LVSALEKVSKGSVLGAFLPPLLAVISDHTYSSLPLATRLLPCVTELGRKTAECCSMLYSDMKGPVTIPTPWSSGRLIETV
HPVRDNYKFKETVSFPRAKHLYLKFDPRSSSQYDYDKVQVFAGSSPSCPKVVEYGGNTHGFGSRSVLGKGWPKDIVKVDG
DTVTITFEMKSGREHSTPDKAMWGFSCIVRPQETAEESSGGLPFLIDIYLSLSSISCSLIGQLFVGAPPTSDEIKCGSLM
ESLLLQRCVWPDTEVVEGGFRHTPTDPSLIVKLRESINKPRPVLRPRISDILQVELMEDLILNTCLKHNENKSIFKFMSS
KISETDKILLDDIFTRINGLERRLQALAELESHWCSDVDDIINNEKDMKTAFFFDLQQQESTVKQFELLCCLYSVDIVDP
FGAATQLQELMEKDVLRRKDKKDVETDIHSKVSCDSFLLAASHQRKRAADRISSLSSLHSLLTGPQLPSTITHLLSMVGD
IIKNGPLVQDILCSGLCNEVRSKFSDVILLIVQETLSHPAAFINTISTLSIIPYTREDEGLLVRTGLLKVLNELCNMDTP
PVGVAESEGDEEMLQRVTALAWAAFKVLADRCISWEELGNGRSLGFISSGLAQQISSLLTNHFSRAMETLKNSESGTSET
LQEALSMLLGLASSHMGRAILSQPACVSKLLLLVTDQRPSPKLVLIALQLCRIALPLMTVAECSQVIIPSHPALSNASHS
PNGHASIIIKLLMVKLGEYLIPTHSPGGALQTDSAHQEREGGDNDPIPLMAPSQQDEIDEAGQASVYLYRRSDETAAEVL
QLLLNQDPRQLAHRMETILRLDQALTDNNKAEILTDNYKSCFRKAVRWASMGFTVSIEPTTNGTNHEPSGTEADRKRSKA
ETTCKKKNMELLKSDPPRPFLSGTVSYSLASEIIGLLNGLLVGEDAVQVWRNAIEDVLREALRSVPLSLPQLEDYCSLVH
DCVNKCETPPSPQPHLPSASIANACFAALGGFKDPLRVGSLVKVLGEGIADSTGSVASISEQRGVANVILNDRHCFGVNR
TLEVPLTRLVPPEVSSLPIKQLGVSSDLCLAINSVLSTSPVTIDSPHSGMNPGTMGLGLVRLYSELRARACLCLAAQCRE
SDEFKKLFISNNNDDNLSQLRRHVETIKPGQRLSVVESQCLSLRMLYRDCSRPPPPKIERPRIERKRFFLDITRQWPPVT
HSSFSHNLTWLVYQGPTTSGGGGADADRQDKPKGVFIVTNNPIPNHAPSFYYEVEVVQLDSGTSSPHLSFGLCPSPEKPS
DNEGAWSYPQETCLFRNSGRGFQVRGVDRMQWPKISTEYLVKNGDIVGCGWIKEDTPPARGVVYFTVNGNKLEQSFKDCP
SGLYPFVHVQKKGTRLKLNFGEYSFSYAEGQDHRDAADIDKGESLEEIVALFKLLPFHPIDEEEELEGVARDNVDNEVPN
DETDSVKHTPLILVPNTVVLEPVTNEVYDSKSSQGFIPRLSFDNILEGGPLIRPGGVANQEEEELEEGGAVEGVAGDEDL
HLLLVKAWEAKVFPLIQRRFRNDQERKSGLDQIRGALQLGMESIAQETVEFLYEENGGLPRDLHLPSMDDVKADLEKFTI
NRIKKGSAVVIQKEVPYTRCGVRAMQKTQGLTGVVLSVDSLNELVQVECYVPSDGALVRELLNNEGTLAGLYCRSALLSL
QSVSQSLSFPLYISLYSQENYSQPSPQFYSDPALVERELLSWLRDHSVDVQPLLVRLSEGVSGSSGGNGRAEFLVPEGRE
TTDVYCPGAAFLIVSSSHVKPGNKINSNYKYPWCKVFTYRSGQGRGGRLLPQEVSRYPNEIPQQTVNQQYSGPLYPTLVV
PSDRLHIKLIGSTPHPGQKILVHSVPTAVPLLLSLSHSLSLHFDSSNKNDPRYLSSCVQPLVKLLAKSDWPLVMRGRINH
TLSNVLWTLSDSVTDHTHLPLLPSDLLPSLLQEVEQWYTEECDSFTNGSSSTSNGNGGTGSSDDGKSKGAPFPPSGSIAS
GRSGRFSCYLQSILELVLALRQYNGGLVQTTPTNGASKSGSKKFKKFHWIDYVSRAVDVLFALRGKKELNPDFYKCFYKS
LPSKCHTSLLVLTGINSALQGEVAMETIRRVCSGYGGLVDLYLPLRDMSREEREEEQRIKLEELAKESTNQQATPVTTPT
SSDEAVSDTAERPEPAEKKNSLQGERPKLLASPASLEPPKQVPVGGAVLRIGCGHKSSGLCTSLLSCLALQGNKKRLSVY
CVSEGFQCGEEESANEILRKYLRNKLYNGDGVSFTSDLSSCLSVVFNSLGPQVLQTSLTGNGATESLLRLFIVGCGSGHT



LKEAVAQLWESKSKDSSISEADLVQWTERQEPVHIWKGLTAAGYDLDFNRCGFLPLEGVSSCPPDSALDSALALHVDSKC
RSLDIISSLLLPSELHVSDAELTAGHLVPLQKLSINEIRMRFIALKNINRQLSWLLPLVNLNSTHPSSLGCLLTRAASYM
FYDVKNTFLHCVLNAATRRTLDQAPPEIKMDPLESVGGLPSTLLKTQFCQAANQMLSVPSSQLCVPLASGGDPTYAFNVK
LSGEEVHGTSGSFRHFLWQVVRELESPLVPVLIQCPSSASGINKGKFILSTGSMSYSEEKLLFFFGQLLGVSLRADVPVA
LDLLVCFWKSLKEEPLSLVDLKEADSVTYSLTQEILEAKDETSFNEIISSLCQDTDTHTAGTDTHAVGTDTTHTTGTDTH
TASLTFTYRNLRGDQEPLEKDGDHKLVTFDNRGEYVDKVRSFRLREIESVDRMRAVRCGLSSVVPMEALTVFTATDLDLR
ICGIPHVDINYLKMHTTYHVGLMESDRHIQYFWTALESLSQEELRKFIKFALPDFIPDLCQYSYIQLFA           
>Aque_XP_003386997                                                              
MARYDCEGSEIVNLMDQDFDSTWESDGDQGSHWLKFFMKPGVVVQKFSLLVDPDDSSYLPRRVVVKAGTESNRETISQRT
FSPSDFSKRELELFPFPLSTYYSVIEVCIKACYQGGIDTRIHGIKLVCQTACMIIPESENVCEDIFTSESTSRWPKLDSF
TPRQLFHRSILLKRVASLIDKDLSYILPQWQYSRGGLGAVTSLRQLWPLCSSRNALIEQLLQKTTEKPPSDMPVVYINRI
AAKQHREDPTIDPEQKKTVFNQLMSELKKHTKPSEYNFRWAGHWTQWWECKFLQEGVIDQGGGFRDSLSDIAEELCPPSL
DVDVSLPLFIRSPNQSQDSSNVYRDAYTPNPSCEQFAKYSFVGQLMGGTFRSQEILVLSLPQFIWKQLVGEPVTWTRDFV
SVDSAEVKLIDSIETMEASIFDSTFAEVLNFTTVLSNGKTVPLLPGGEDRYVTYEDRLEYCRLVKKVRMSESQAQISAIK
EGLTQVVPQQVLALLTWQELEVKVCGSPEISIEELKKSAKYDSDLSPTSSNVKVMWEALEGFTNEERSRFIRFITGRRRL
PTTIYIDSADTGPSSLPTSATCSNALYLPSYTTVEQAASKLRYAAYNCVAIDTDMSPIE                     
>Aque_XP_003386757                                                              
MAQGSNGLQKFCIKKLGNPDALPRSHTCFNRIDLPPYRSYHELKEKLKLAIENTEGFEGVD                   
>Aque_XP_003386756                                                              
MQYNVDHTNSHIINLSLDIIAKSRVSGSIKLKLLFHNNPLPSSGGSSSSISSSAGPPLPPRGRIRSSSGNLPRQQNIGQL
VQGAAGPVTASVSPNSLALSRQSTVQGDGWTMEEREEDEPPLPPGWEARQDANGRTFYVDHANRHTQWVRPVAGHVPDIS
AQRRIERDRRFQQTMRRRIPTSDNGSSTPLGSMRSITPSPTPSPRSIAPSQGSPGRPVSAADSLSQRLSTASLSGTDDLP
PGWEMRTAENGRQFYVDHNTRTTHWTRPRQRALSTTPAVSPGPRPSADETPPPLPPPRQSIRPQSSIQSTPPPRASITPA
TQALNTPMQVPVTPTSNGGNGRGGGGTPGGGTPGTPGGSRPRTEDLGDLPPGWELRILPDGRNFFIDHNTHSTQWEDPRL
VKTSAKQSEGLPRQIEIPVRRDHLFEDSHRKIMTIKNKDHLKARLYIKFPNETGLDYGGLAREWFFLLSHEMFNPYYGLF
EYSASDNYTLQVNPDSGMINENHLDYFRFIGRIFGLAIYHKKLIDAFFVRPFYKVILGRPVVLADMEAVDTEFYNSVKYI
LDNDPEPLCLTFTASREFLGQVEEIELKPNGGDIDVVEDNKKEYVRLLMKWRFEDRCAKQMDAIKKGISDIFPLQMLKVF
DEREIEVSHLK                                                                     
>Aque_XP_003386296                                                              
MLRSSTKYDSKWIKTNLQLIFSDEDLNRMWSEMVTDGEIMTDQSYPNDSDNGDTEPGGSAGSDKAKSDSESEQNETVDKE
NKKSEFKPILEEWTWGEEPTLEQLVEAQRVVISEQEDLNNEVALTSLSINRLNKRVRVMERVFTALSNRNSVTVQDDKEV
VPMAVSSVKQESKAPATSSKNNQGTGTEGLARLGAKTALSFAFAFLRRAWRSGEDKDLCSEVLQQALDILYEVPVPSLFN
SSDISNVWLETVDQCMSFLKSVCCGLIDVHFCISSFQKEEQLIPLEDRQKALSLLTELALQRGTLDCILDCILLLLHLSD
KASRSNELLKTEHDKEPFFPAEEELNYPLVPFLRRISNIPSSSGLYIPLQTDEACYSGDHPSPTKSFLDFVTLPNDDSTR
LGLKQCATIALSHLDRLAEPYICSEETIDGTVKRKASEIAHWGSNRSEGGPSIIQTSNILLEIGAKEFYSSPKHRVVLTV
HGTVFYVMDASMGDFTVEQLFFPGDEEIIQIDHNPSGNHILALTKDGKVYSWGQGSNGVLGIGNTESQTAPTAVAALSGD
RIVHISAGSMHSAAVTEDGVLYTWGKGSYGRLGHGNAEDKLIPTIVEGLNGVKIVQVDCGSGDAHTLALDDTGQVWSWGD
GDYGKLGRPGSDQNKVPKPISGIGSTSPVVKIICGNQISMALTKDGKLYSWGCGDTYQLGHGNQEHVRQPKLIEGLSETV
VSDVSVGAQHCVALTTDSDVYAWGKNSSFEVNESGDIISSPLMIEAASGKGALLIACGASETFVSFSKSPTPTGKELPFI
LNVSTVTFEKLDQLLKIVCDKLDGKGPNTHPPSQEQECMAIAALNLLKLQLYTATSSGIPSESIGLQPGSTLLQSIKHFV
IDLAGESGVIPSVQNAAQSVLRSGWAILLPTVSERASALSGLLPSGPVTDSLPKGQQFMIHLLVNSLMADHGLENALMSA
ITFETREQDTISEILSDDAVPLLHLVHQLIGNSISMSLSYFKQLLQTCDIKKPTVIDDSELKSDSSAKGLLQLFQRLLLS
NVFSCSKTNEAQTRGALSVLIKYIAMVQEYSNQVLHSAIRVGSLGPRYFILASSALSKGMFGALLPELAVGLVLLQLKAP
LLISESDCVPLLSGLLDLLDKFNRLSPNCTKLDEEDMAWPDVKNISFADASCRVVTKSDIEKHNSEEGEGKWLIIKGKVY
DGEQLASQTPCNTDMLSDYIGKDATEAFETVGHTEHALELMKQFYVGDYFEGGEGSEGSKSSETSLIVDTERTLAFLHGL
RASHMFKSLPILPEEEASEECLSMEIFAGGLENQSQLMGVKVMQDKMYPTHQTDAGLSFINGLVHPEAQNETVTQFLTIV
HSYCKQKNLILALTEHNPDHPVERFSRMFMACLLKLHDLVQLALLLVTADNSSTQFPSALGDICKLVYDAKLLLVKSRQE
SSCTYDEICGPAIDRCLFLIDNIRSPATDVHSMLHRHQLSCVSSRWKRMAQKALSWQHKRQEVSSESVDSSAINDEKESQ
MKVYYKKQMSTEKKSLEQTHENSSWTPVTLEIASSRKFKWLRERVGTSSHHTLLLNQIKNFVFTDDVDVKMLCTVLKRQT
LRAEQRLAGIKAMLQMLSLESLIPSVKYSILSGWHGMLGEPQDDILNFSSNIEHVTPSLLAEIEIEFREINKWALQQLRQ
GVIHIRNFFDHISTMNSESQGSICSCSTSRFVISLLKMLTTENKSVDLSMFINEGLLGLVQSIFKLTGVSELEEKVEETK
SNPTGSGTTAVPVVEFANSQNSPNPPVTGVEVIPRLTPGTRVQRGPDWKWGDQNGPPPGEGTVISEVGSDGWVRVRWDTG
SVNSYRMGKEDKFDLALAPSELLPKTKPEEKKEDIKDTQISEGLTLEPKCIDDSTKIVVRSCVHLLRCISIGLGIHATGI
PSSVANSLASHLLHVLSSSMEKSDDNSGIYSIQHYMWATFGFLRGIVTSTDVGSAFCTPLWAKLIMNMVDSFCSPTESAP
SSIKHSSVIHQVLFLRFLRSFLSSWPEGQHKTSQSELIHHLFRMLGYIMVLCKVPFDGGQPLSGRKRVKIHTAPTASFSS
TIAEECIVLLRKLHPLPAWNDIVNEFIGSALQNIPQLVFPAQFVSQDDSIEEMSSAHKEQLQLDMDRYGTALAVLSVIGG
LDDRPRIGGLVQHEELGVGTIAKVQSKNKVAVLFHGGRRAKLCLIATLKTLKVLDFHVNQLPMSNTVTGIWTSLVRLAGS
GDGAFSSFLTSTAAPNLVTSTSSNKTSSKKLDGKEIDMAALRRQQIRLGLLKAARVLFSQQENLLQIMTSKSDVIDDEYQ
YSLFQQLLSAATRPSPVKAMFGKEELEGAAVSICQYLAAEVHSPQTNEATQKKQPRKVSTSAKKTQSVQSTSAPAVAPAV
PEPPPPSRIVSQIMEMGFQRRRIEYAIQMTGITSNVENLIAWLLDHTHLEIPDVEPPAKPTVQPPPPPIPPPPIEPLESV
EVKSDSSSGDESADDSDSFDYDIEDQIPPFGSTLPYKTIDQFKNAEEYSRYVCDTINVGVSVRCIENCGDVRKGDTGRVT
KIDREDVHSLHVQVLWSRKSGTYWVKYSAIEFIGSPNGQKPAFKVGDRVRVKKSVKSPKYKWGCVTHGSIGTVRSINRNG



QDICVDFAEQSNWTGLISEMELVPGIHPRHKCDGCQMNPIEGPRFHCQVCADFDFCKECFIHGQSHDHAFERIDDQGQAA
VYVGSPKSCRLAIKQRKKKMLGGSIVNEWDQIIRHLSVSSNEGQAMRLYDGTEATYWQSSGPQGKHWIRLEIQPNILIEQ
LSIQLSPLDASYMPSTIVILTGQTVGGLKEFKSVAIPSNAREYTLLSGLTDYYAVIELSIRACKSGGIDTKVHGVSVLGR
VDMTDKEVAANFSFLTVDDALDDDTNNMYSRRRLDLLSTDTHGNKVFVWGLNDMRQLGTDLSEAKVKSPIESRTLARLHP
IQFAGGSKCSFVVSDDGKVFACGEGSSGRLGIGGFANIRMPHQISSLSMYVVRKVAVSCAGRHVLAVTADGKVFSWGDGQ
YGQLGHGSLQSYDRPKMIEIFQAKHIREVSCGTGHSAAVSVNGELFTWGQGADGRLGHGDSNNQTKPKLVRALEKVRISC
VACGSRNAHTLAAGDNSLWAWGDGSFGKLGLKDGSSSTDVPVQVITFPSNIIQIECGMHFSVLLTKEGKVYTWGKGEYYR
LGNDSTSVQPIPTLVDGLASKTITQVAVGALHCLALTSSGEVYSWGDNEHGQQGNNSTICNRKPQIVASLKGHRICKIAC
GSSHSIAFAQGSLTTAVKFSPISFSNSKDPLGASIVHGKSSDDAKETKDKERPSLTQIIISLKQHSKRQEALGHVLTALQ
IAYARDTIVNALSGIVHASAHEKKQGAGISSVELTAGLPISSIVPKHVGENEKQEASLLDEYTTLLTVEDARVLVDLLKL
AVAGRVGEKGKETLSVILNSMGKANQDVSSMLMELCISELEDVAREPQLLNSAHPVVEESPHPYPDNAKFGRVVNIPGAE
ALLVSFDANCSTERRHDVLTIKDGGGAVIAVRSGRDALDWSNDVRIVGDTLQWSFESDGSVNGWGFRLTIQPLLPETSKE
VQLSDRVLQSRPSIDLVTCLLDFQLDANPSDESIGRLGAALASCAQLNILDACQRTWAIQQLRKLINSPMGVVLNGGAIA
PEDESKQSPGSLSSLYALFRGLPDALLEQYKYELSHVTSGSQLLHSTFFQSLAAFACDLELDTIGCCSDTAKWAWFTQYC
MAARMAKSLQNRTLAPAKFIADVNERIEMVRKSSEVFDREHEDHVMFRQEQDEQLLLWMQRYPKDWTLPTGSTFSVFGWG
HNHRGQLGGIEGNKVKSPRLCESLSELNPAMITGGEQTLFAVTDDGKVYASGYAAHGRLGIGSSDNVATPTPLTSLATRG
IAVKKIAIHSGGKHCLAVTTQGELYAWGEGEDGKLGLGTTVNMNVPHLIESLKSKHVIDAGCGSSHSACITDDGSLYTWG
KGRYGRLGHNDHETQHKPKLVSALKGEQVTCVACGSGDAQTLCATASGCVFSWGDGDYGKLGRGGNEGSKVPKKIDSLTG
KHVIKLLCGSQFSMALTTAGHVYTWGKGDYYRLGHGDDSHQRTPRRVLGLLAHENVIDIGCGSLHCIVCTESGKVFSWGD
NDEGQIGNDTTQAVSVPKRINITDNICIDHVACGSAHSIAWSSKQRNLSCPLPAKVPMEFNHLQHFSLPVLRNRLILLQH
FSNIFCKSMALFTLHQSTDPSQDSVELSTDGLRGIIHSSSKESAFRRVIKATMTQAKQHGPVIELNRLQVKRSRSKGTGL
AGPDGSMSVFGQMCSKWSILVSDDLLLPHRVWKVKFIGESVDDCGGGYSESIAEMCDELQNGSVPLLIQTPNGREDTGVN
RDCFIFNPEATSSIHLNMFRFFGVLLGIAIRSGAPINLLLAPPVWKQISGQSLTPEDLSEMDTDYVQGLMFIRENPEAFI
GIDFSTPSASGKDIPLHSSKTHVTMNNYQEYFRLAMHFRLHEFDQQVKAVREGMSNLVPVPLLHVFTGPEIETMVCGSHD
IPIDLLKSVTTYKGIEPHAPLVRWFWEVMESFNRNERSLFLRFVWGRTRLPRTTADFRGRDFVLQILDKYFPPDHYLPES
YTCFFLLKLPRYSCKPVLEEKLRYAVYFCKSIDTDDYARVNLQDGTLLDDDEDV                          
>Aque_XP_003385634                                                              
MKIDTISVERIVRSISNTTPPTDHSSSSPPTTNGGDSPPAPKKPALEPVADVEMMESKTSELEPSSMNVDTEDSKPCSSP
GMGLSLSPSVLYEYTAHNYNVMHVCVARKDRDDDGSNKQFIPYKGDNGANYQSLTAYPEYRDTSFEELRTNYYNKGGGYE
ISPDMKRDFQDLAYAQVMMLDTFLSSETIRNDVIRLLRQKNAFGETPFMTAIAYQNFTGAYKILVFIDELESSSVSPSPL
LTEACLSRNRAGMTPVQLFFASYSTCYDIQQMKLYISSLPLGYTAQQLLSLFKEFYPSVYKAEITRDYDDDDVVDPPDEA
SDPESDDGGEGGEQGAPATASAPPRVPQAQRRGTNLHATPLMDNIPFRGMVYFSDIYQLRAAHLEMQDFRVFANYSNSRA
GSFGQAHSVSFLAVGLEPDEACEEQGDTDGAFPTLLDVGHGVVSRVTPARRSRTGGLRVGWGTSKPPPNVEAKKELRKKR
ASAGLREACNILCSFLSRTEFATALDKNGESVLASLIHNQRCVDLFKYLSCAPSYPRYRKPLIPSKPEIPFNEPLELVKS
DTPTSDKPEDPENPSSSLWRPFGSEPTPKTVVLSFGEGAAAFTEKSETLPSFTIETSVQPPCKNYDTCFLHGIDHLNGYD
LLHNTFMTWPAQVTTVLGFNAFKHHDTWPTPISVQKLDCFVKRLLVSNENSFATAFLYTMSQKINALLVEGVDILPIYEK
GGNLDGMNEKNLPMYVAVRYLGSLVRALSLEHSRVKGTLVELPPSRELPDRLRSQEIKGKLVHETMKKSLTSFSWLAIEA
MAKAAETACLPVRMGVAKPFGANSVTCEYQTSTRASSSSRAVGDKSKHRSLAQQFHIRTAVRNTENSGKTSSISSLPELG
IRLVPRQHVNQSGQGEEHEEFGMDLSDSELPGSELGNDSFDAANQRGNQSNSRMYGTQLDLYEHDTMSLINSSSSEDEDD
PFADIMDGGLGTHRGRRGRRDGDDGMDGMYPYAWALDGRRIGENTPVVRPSSPTSSFFGQTEITTPLSTIPSIRFGSGFL
ARTFARIIKDLVLIVVRLCTSKRPPLYLMELPRHTIQKLLQSTLNTLEKTWSWVTDVLDVAEGQLHQGKSFDTQRYVATL
RGSIRALSSSASPSVVQRIINRTANKSFIGSTPGEYMAYLLQCQAKGNNEGTIPVIDLYGYEHVVYILDALLYTLGTWPK
PETQFILKDPLSPEEQRALDEKEKQEREKKEREERERKERREKERITREKKIKEGRDPDEIDLSEPLFIRTESEDERTQR
YNAEFFRTASSPVAPKGPFEEAFPLAKQPHLLQPYALKEQLFASNQDQEMKDEDTPDTSSLPVSYLLLQNREIPHPITLS
WTMDDALIRWNTSVSVFAHIFLAEGPGSESCNFLDTRAGFASRMARFRHQVSQLFESTQGGRSDWASVSNTLSIRVRRDH
LLEDSLECLGHLTKFHYSQVRVKFEGEDGSGPGVNRGFFASLANALKNSDMSVPPCNKLGGLFYQPGKEPEQSGLYSPLP
LVLHPTMSSTKSSILRSQRSSLFRAIGRFLGLCFWFKHTIPFMLCRHVCKYLLDRDFAWHDLAFYNADLYDGLRRMMIDA
KSGKTKEEFHAIYCCYFEVRKKMAPVCAHKIGVQNPENVFKDLIPGGSKIPVTPERVEEYVRLYAMHVMLICVREELMAM
RSGLLDIIPSELLIGLTAEDFQLLLSGDSANISLQRLKSVMKFNHTHGRPATICDRFEKMFWRVVSHMNNNQRQQLLYFA
TGSASLPATNDQEPSSIIINIDVIGGSNVESLPVASTCSLRMSIPLYPSYNILKKKLMQAIQCQAYGLG           
>Aque_XP_003385369                                                              
MAAVHIKHFTHSYISTAGQLTARPDVPGVSVKEVIVATTHFVILTDDGRIYRIPYSLASESKDKSGDDDGASTSSVLSGS
RGGSPRATEQDVASGSATGSSQGFSSFAQRFSSLISRRGRLAGRRIVVERRPERLGRTLIQRTPVVPASEIPEELIEEAL
SVLQGKSREVVVRELQRTNLDVNTAVNNLLSRDDDDDINDHDDLPLMPSGGKSPVTITTNHTPFIDELLTLLGTGALAEE
DMEELLAISSSRSREEGYRRETGRPSSIYHDSLVAQEIRSWVTLADRAATGSPSTATGGTSSSGGIGGGASKSKSSSQSV
KEGGSAAVHFGMQSCWGEKENVKHFSLIAATSSELLAVDTEGRLYGWAWSSPTPPTSPHPRSAELGLENERIRLLSARVL
RATAVTETGKIATWTDPAVAKVARSIEHPATNYQELSGETIVYLNACELFTSVFTESGKVFWWGVLPFLERKILIAQAQE
KNRSYSGSTTLGGSRHDHIHEGSQVFLRSRPVYSAGCRGIHVKGSSLKCGELMESVFSLNEKCRFRILSNNDRPPGNNGE
TPMETDKQQVGGATPVPGSKRRRPSDDDETDDSRREELWSLRDVIFLTPPLSSTPLGSVMKLDGLYAAVLFPSLADQKEA
ESESKDKSVLSQCRLLRKDDLLVVPPSGMQADVLTVQAAPKRLKLPADSTVLALSSDVKGIFGILSNQGTLTCCNFSLET
AKLSLSSTFPEPSSKFLSSQLLPRPQTHPPPMKLIPLGLSLWLLVDSSGGLYPLAKDSMGGMKQLPLLNLPPVQAITSTP
YSSKQLLVAMVFQPQRLIPLLRQGNVQTLKDFMQALPPSEIDQYLKERTHGGCNIIHLLASLAAPSRPPPSSSSSSSANT



GRGRTGFREMMHHALQLASTSGRPESSRLWSVGLEGSEEEVEDVSDKEDKGSSAPLALLNHLSTYFSLFHDTFLDLMSEV
NLAGYTPFMTAVACKAYGVAQYLLELGRALAEGEEDLLMSMFFPPGSHPDDNPLFILCRNDPCSFTWTGEDHIHQDIFEC
RTCGLVGSLCCCTECAYSCHRGHDCSFKRASPNAYCDCWEKCSCQALAQGDDGARMTLLLKLLSFSFLTTRPNDRGEYLL
SMLANTVARQRKEQGHWLGKKSNSSLRRGGGGGGTSSGRFEGATDTPGQTNGPPKFANRALMLVLEDWLSIRTTLLCHSK
EEINGGGGREGGEWPFVLSQGEQQRILKAQKTTNYLDSFTYTILTRTTHPIVETLVSSLVSQIGPERADSEAVKACQHFI
RSVLRVLVVCEMEKTGTTDTSVNTITSRKKQSSDSDHSSVYKEAVFILNSLSPLSIPEVISTARALILPVCMGVARPFLP
SLMNDKHKISEELFTLPSATLHRQSKSSSTAATTVTEVGVANIGGVGEGVSDSESEVGEGEETHTHGDASSTATIGSGPI
PFFSDQESSDGEDLDSMGEDGSLEGEMEDEVYPFVVGGGGVSETNTGRTGGATHWALPETGTTSVRRFSRSGGRDNHSYN
VTVSLLTQSFSSLIRLVTELQSNITMDGPHPPFVLQPLPSDREEIHLVIWRGLERVWTWLGSVMDSTEAQLRLGCVLNIG
DLLDPSPSSSSSPRTSAIHPSTYQQVPTASGGRSSSSDSSPGLESRRGFLGYLLSLMKCESSEHSGVLPALDMGRMEHVA
WVVDSLVYLLAHTAPPQHSNKDKITNVKLLSEDQRRFFRRSSSTVCLSYPPPSPFAPLAETLPLAERPQLLHPRQSKETL
FGYSNQEILEVWPQTSVPPPQIHYLMLAPIPVQIGLNRSMEMKERDRMETSNSVVLSKDQVSCETSHSLAVCVLLGRWCM
TIELLGRVCAESVGKLKHSIFNQLQGFENTERDLRRDMDYLRSSAHRDLQLEVERERERLLPELFRRLNDHCEFHRVSIN
LQPLCVHRLRVSFRNEQGEGSGVVRSFFTAVYEAVISESPLPELDHRLSHSVRPISFSEILDDIVSGSMEEVGGGGGGGG
AEVSSSGELCPLFHQPGKPGFYSVRVGPNTPSRLNAYRNIGRVIGLALLHSEMMPLPFCRHIYKYLLNKKISWHDLAFFD
PALYEGLRKLVIVSQREDHHVSEMGNYTPLATIIYLSWQVTLSENEGGGTHCLLSSLSDKSIVADDVLEYVRRYAELRMI
KIIEEPLQSMKSGLYDVLPTTVLEGLTPEDLRLLLCGCQQVELDVLKKITTFTDESRKGTDQINKFKSWFWSIVERMSNR
ERQDLLYFWTSSPVMPANPETYQPAPSITLRPADDQHLPTSNTCISRLYLPLYSTKALLKAKLLAAIKIKTFGFI     
>Aque_XP_003385313                                                              
MADPVRTRLGRIRCLVQAVEAMQRGESLPKPLCYVPTQLTLECQPDKLSGEQVELHEKPDLKSPVLNKLMAAKTHLLTVK
GFPCFNKDGGWFQTIKPFENNWILVQPNERSIKTKFKITKSNEKDIQSWMDAVEQCCSLQLSRAEPTLDGDEELIALLQN
PLPGWTLEADEELAKFLVKNNSKFNSDVTAQGSEYLVKIEASSAESEIVNLMDQDFDSTWESDGDQGSHWLKFFMKPGVV
VQKFSLLVDPDDSSYLPRRVVVKAGTESNRETISQRTFSPSDFSKRELELFPFPLSTYYSVIEVCIKACYQGGIDTRIHG
IKLVCQTACMIIPESENVCEDIFTSESTSRWPKLDSFTPRQLFHRSILLKRVASLIDKDLSYILPQWQYSRGGLGAVTSL
RQLWPLCSSRNALIEQLLQKTTEKPPSDMPVVYINRIAAKQHREDPTIDPEQKKTVFNQLMSELKKHTKPSEYNFRWAGH
WTQWWECKFLQEGVIDQGGGFRDSLSDIAEELCPPSLDVDVSLPLFIRSPNQSQDSSNVYRDAYTPNPSCEQFAKYSFVG
QLMGGTFRSQEILVLSLPQFIWKQLVGEPVTWTRDFVSVDSAEVKLIDSIETMEASIFDSTFAEVLNFTTVLSNGKTVPL
LPGGEDRYVTYEDRLEYCRLVKKVRMSESQAQISAIKEGLTQVVPQQVLALLTWQELEVKVCGSPEISIEELKKSAKYDS
DLSPTSSNVKVMWEALEGFTNEERSRFIRFITGRRRLPTTIYIDSADTGPSSLPTSATCSNALYLPSYTTVEQAASKLRY
AAYNCVAIDTDMSPIE                                                                
>Aque_XP_003384797                                                              
MSGGKIGWIIVLVSVILMVWLKQRSLVYQEEDQLSLWLKENRLEEIEESLVLSGIKSTRDLLKYSVDSLSDTLSLTSEQV
WLLDRACSWLKVQNWLLTNELTSYEPVLKQHNMISLRDLTSTSDKDLYRMMEGQKDKDKFIAAATSLRNESHVFLYICVV
NVVSAAAVLIIDALMYGIVLILWVLIVGVVGSFINGLTGRRVSPPNPPSFSSFRTRTAASRGRSRFSLLRTNQRHSRANT
NSTGADFHLGLYDRLRGKSFDSKRSTIAWNNQESLVVGNSSIATFKCRNDSNYTLQPSDNLSIKILHVSSKTTLPHALEP
ARPFGQDSIKISFTPKLSGSYNIDIKINGTYIGRDGSIIRQYKPGSVDASKTVFLQQSNTIVVTSGIYHSMQIIPKDRFG
NPANVCQEYLTAEIRKDSSTGDLINPECVVDTSPVPNQYEILLKVEEVGYFVGCVKYEGEIIGPCSINIISLNEADSVSV
DKNVAKKCNVYYESMYTPGAAAKPKRVYCYISPKQIQVKEFFILGLIPKRIYSCKVCPSTRIIFHETAECFTLDDGYQSP
LVMVSPHREVLAATFYKFLLKNIGGSEKFQDKQKFFYSEVKKMRSQLTRGEVHITVSSRHNLLEEAIQATKHLSSSDWYK
KFTIDFQGEEGLDWGGVSREFFELVCVRCFDPSYQLFKRFSDNPQGLAHPNPNRPSHLKLRHYEFAGRIVGKCLYESALG
NQLMVKARFSRSFLAQIIGLRINHKYFESDNPELYTTKIQYIRDNDVTDLGLVFAEEEIDQNTGTITVVPLISKGEEIEV
TNSNKLHYLNLLAQHKLSKTVKEEVDHFLKGLNDVIPDHLLSIFDETELELLMCGVGTVSYNELKIHTVVNGSNDRFRTV
VSWFWTLVSGFTQEEMAKLLQFVTGCSQLPPGGFKDLHPAFQIISSPTHGRLPTAHTCFNQLCLPSYDSYDQFQQSLTLA
LNEGSEGFGFA                                                                     
>Aque_XP_003384796                                                              
MGCCFTRKSRSITGLEEGNRLIPHSLEQSVTYSASRARIPSIRNNVLDPRLCTVTWRQLQPTVGGLSVADIRLICGNGSS
YSYSRTDYFQVQVQHAYTEREVHCVVEPTGSLVGRSLITVSYTVRVSGEHMDRIIGLTNAIAIVLTNQDTIKMKNNITTL
FLNIGYKSRMIQNNNRSTKEVWCYLSPRMLQVRGYTLGVISKRLFTCRVCNSTQFIMHSAPERFTIDDGLQPPVTLISPE
REVMAAIYYQFIQRNIGGSFQDKVRHFQAELRRQNETENRLDVRITVRRFELLETSMSATSSFSEDMWKRHFFVSFEGEA
GIDVGGVSREFINCLCEIMFSGRNPQGLFKGFKQDDMQALVHPNYRKKRDKQFGLAHYRFAGLIVGKCLYETAMGNRLLV
RAKFTRSFLAQIVGLRLTWKHFETDDPDLYNYQVKNIKDGDIADLDLSLKFAEEEYNSSTNDSRLVSITPGGTKIPVTET
NKMDYLNQLAQHRLGKKVSEEMREFLKGLHMLIPDELIAIFDENELELLMCGVQELSVEDLRSHTVIRHVSETTVDWFWT
AVEDFSQDELARLVQFVTGSSQIPSGGFAELRPPFLLATSGERGSRLPYAHTCFNHLCLPECDSYEQFRTGLMTAINEGS
EGIFMS                                                                          
>Aque_XP_003383206                                                              
MEEEEEERPPLDPISQPLPPLTLPIDDYDTQYGPTTSTEPQLESSVLADGELPRFDEVNEQYEFLRRTLSHSRRRYSARF
KRPRPVSRPRENGESSLDAPWLSREPEESQLDKPGKIRPPPSSSSRSAHQSQQRNKVQSARRPHPHHGTRAGHTSTRSAV
NSSGRGEAHVDNIGRTYYMDHTTHTIHYGDSTSSQPTRDSEERDGEGGGERGALDARREMLNRRYQSLHRSFRSAHHHRR
NHSQQDFASNLAPVESVGAISYVPLDSSETQQDATGERGRRRDKGKSSTPSRGWFNFGRKSTNRSMTRQAESTSTISSDT
VNIEVTSPPGVIDIFAPLSPPPPSLSELGITDSVEPHLPEPRPLEPQESISSLTISQQGSITESNGAINNELENTLTGQE
GLIAIVDQTHPQVEPEPHPPVSTDLDQAAAATALQQQQRRRGWSSRTSHHSGDTDDETNEGLSPRNSVVISPAPSREDQP
TGTAARGEETQGEQPASTTESTETPPTAPPTTTPTHKESQSHGDRKKTRKKGGVKVASPIKFSDALKNSPALKFITRPDL



YSFLNSAGEAGEVFFSQRSLMELVQRIRADNKLFAKYQHSRQLVQALNRFAETDREIPSDWEKKLNKEGRIFFIDHKHQL
TTFIDPRLPDADSTERKDSTSTIPVSAPPRRIYSSSDEPELRQHHSTVMQTRSVPTLPREEEEIVTSTEEHETYEDQVVA
FFRQPNLEDLIAQRYRRTLRPQLKEAFEDIKRNGVSALERVQLSGGGTALELTMILSIFEEDISALRPARSQAQSPAEVN
DESSGAGAKTGTIQRQKQAFAAKLQTFKLQLARLGFAQGSRLKFNLRREHLLEDAYEHVMKSEIRHLQRKRLNISFRGED
GLDYGGPSREFFFLLSRNIFNPYFGLFEYSANDTYTIQISPTSSFIQNNLDWFRFAGRIVGLVIAQGFLLDVFFTRPTYK
SILGK                                                                           
>Aque_XP_003383065                                                              
MSVLNFTSLLIEHSYARHIYNSTEHLCILLACPDLDIVLAVLNLFYVFGKRSNFISRLPAHQRTSLNSYLEYLGETWGGK
QNGFGLAQCCQNLDMSEFPSTATSVYFEYQPTTSNSEAGSNESHTVTTRSIAVTSVDKYEEDISDIIVKLLESHSVPLVQ
QMRFLTRLRLAKSFCHFEYRVKCVLVRLQAISVLVYSMAPAEVVDPLIYDGLVEELIEVLEVKNPLLQIKAAVLRTLTAI
IHLERDPRLGAIIEATGASTYHGFLPTLVRDCVAAIINGRSTDFPLFFATSLFSFLYHLATYEASGDALVNSGIMESLLL
VLEWKAIEPTNITLVTRAVRVIDLITNLDMTAFHSLGGWDKMLLRLQEEIEQCKRDVPNLLSPVVRSAPESAEMETEGVQ
CMPERSALIKSILNFVKKAVPDPTFTENIRNFVDSSLPGSLAHIASNAEYYGPSIYLPATEVATTFIFHDPSQLTPLQDN
GLPWIILNSLINKKIPVTREVLSSLPSILSAICLNARGLQVFIEAEPFDHLFGVLISSDYLPAMRRKRGNDPLGDTASNL
GSAMDELMRHQPLLKSSVMKALVRLLNKLCQMGSNVSAETGVGGVEGVAKSSHQSEDDVVTNDETDDEDEEMFEEKGDEE
EEGRVKAKKRRASSLPLTEFTLNVVNFVDAILSTSSSDDHINEFILNDGLKPLLSLLSLPALPLSFPTSSACNSITSACK
SILNVSHSTKLLSEGLSQLSDVINKLKPFIDSPEQAKQSVLLEEVNSYSSPEQSSLLHNLSSAGGYIQLFINLSKCAQIE
SRQLCIQQWATPTGLDVLSQLSKLYRSLVWEGFIVLAAASVNDETTPSSLKEGSASQEALSRGALFGNREGVTKEAKSFI
STLKSFTPPLVVTSRVGRSLAELMSLLVRLSTGPLQRPARRGAGMTTPIYVPLSDNAVAVSMKVTDLLLESLTWVVPVPM
GTEDENEEEGDSVFTNSDAKKWLFSGMTFKMYAVDFCLLLLFDEHAQPYHLMLHSFAKKNVLESFIKTFYTAIEHIERAN
ADPLWASFSVNPDHAVASDFLEAWLNLAEKLINASAILESSHTLPVPPPPPSCRHSKKLNFNPLFNPLEFILKAQNAIFP
CVQKLWGTLKLNNATPAMTEHLLTTIKHIYSSEKLLETKLNELNGGATSSSSSTPAVPETPSAPFIPRADPLHLQQLMDM
GFEQLHAEEALLATGNNLAASMEWILTHPPSSSAADTRSMTEEEQLAQAIALSLQQPPTDEKMEQEPKEKPTTSPSTSSS
DTLKPLDGSVLTKFSEDLLEGLLTAIPLIEGTVYKACDLISSLCERNGSQWRSAALEKIKLKAMEAMSVVMKKLNDGSYE
LTTGPIDSNAFYICLLALIMEEMPLVCSSILCSSDILSQIVTLLSTVQEKWSVIKKGGGGTTDNNNTPATPLWLSPLLLV
LELWQGMETLLTWHRPPNKDCNGVWLCFESMNSRWCFFSSDINKNIENAYKDGDSMARIQTSRQRSVIQFSNMLQINLDT
NTQRAVIRLEIPRKKQDGSLMPYEIPQLSSFKKPGWFVGLSDEQSLAVVKSCTRLLSCTIDPDTLHANMRLLLSLTRQPH
LAALFMEEEGPMHLLQLTKKNSFQGFSSLSALLLRHILDTGSLLESEMESMIRSVVSGTSPDTEIKAHGLGRRDFDVVLR
RLGPCITRNKELFVSIFSRVAQLSSAPPRIEDYHSTQRLMPIVLKVGGAKSEDSASLSPLHVNLINLLLDQLCASTFLEG
EGSDHAHSKMEEDSLIDGLSIPVVQYRAGGGGGNNPRVRRSSYRRQVTNDDLRSEDMVLDVDNIPEQGRGSRREVPLVQD
EGNKEVEEKGGREQLLFSQAAILRLLAELIESYPATSRLIIESNRKIKIGQNNSQTTKVMSILAFIFDHLLPVSYMQGSS
ATQVAKLSKVFLQCLATAPLPTDALSSFVTEFRAAFTRSLNLVESQLKHHRIRAMASLLGQIVEPQTSSSTRSTVNPTQF
VRMLIRKGFITDLAKAVHSLDLCSPLLTTTINSILKPLECLTKIVTQFVAAQKRATTAAAATASSTTPSAGGDGARGAVG
GSEQINLQQGVSSPLPDPLSSSLASGTTSQANPPVLPVTTVTSSSSSTEGGGASTSTAPVASHPILPIDPLVLPLMNSSS
LTTPVRGTRGFPSDSGSNIDDELEDAEHDEDDNINSAGEEIEDDFDMSQNSTYYQPRRRHGSGGGAYQHEDDENMEDRVE
EDEEEEGEGLDEEEEEDDQNHSDSSFLHDTMTMGDMPSGGQGQGENLVDETFELEAEEFDGEDEREEEEDDDDEDEDEDE
DGLELDYDEADDVYISSRRDNDMIHVEFPPWNFGGWREAESFDGHLFPGVHVPASFLSRAYHIRSPLSDGNFPSSSLSSL
PRSHPLLVRARGDAPLVPSSAPPPSMGVTGGVSEATRSNVVQQLLTNISNSVGIDEVLTFSIGGGGGTRTNDSTHHISST
LAPPTAPPTSSVSDSPESTHIPNSISRWKEEAQALDGHTVHVCLGALRPLLLQKLKDDLQERENKTKSEPQSSSSKTVEP
KTSEASGTREEERPPSDQQVTAPNPSDEATPSTATPRNGSRSVEQLQSSLRAVADALAQTVAEMRNTDTAQAPSTSDIDP
VLADIVNRHAQSHMTSSSTDATSEPTAAAAATVSSHVTSVSSSATPISSYPLLFGSPGHTVGSIPDLSSFDGSQVSARAM
LSQINPSDPLYTFLSAVARGPTPPLPESQSEPANLSSVQPSPPSSLPSSSSASRLPVFTQLLPSHEQTAPPFPQSTSSTV
SSSVSSDALVTTTTVISPLPLVASTSVLATSNFADVLARELSTHLNPVFNPLESTIPPTTTSPPSSNHLQPPPVSSSSMM
TVVPFLSATTTASTGSPSPSDTLAPLMSSLQMPPHSLPSQATPLTEEDSGIQQRSSAVYSSPSSSELQSSSAGGSSLTVH
SITWPLGNDDSQSMQLDNSTPSVTSATTNPQPTAVVSASSEIIPVSQAPTGAVASSSSSDLPDGIDPTFLAALPDSIRQE
VLAQYEREQQRNSRRGNTGGGATPGVLATAGSVQSINPEVLAALPPDIQEEVIQQQRMEQARQSQPADAMSFFTSLTPEL
RRTVLSDMDDTQVNQLPEEIAAEARVIRQERENRRRQFLAHHHIASRIQIPSWSHAISTGGTGARIGQLRYAILSSGDHP
LSGLTSFTHSFMRDNNNSSTGGETGTKQMLDQESLVCLLVLLFLDQSKLHFNRLFRIFRSLSQHLPSRSWVISSLLAIIR
EAHFTAQSPPLSHTCPLPPTLSIQQSSSSAQTSSLTGQTRSIGSQTAPPSTHPPQWLTVSINAALGSHAPVLQFSGGYGK
VTTPSVHIHPHASHSICNNVLELLIFLARQFPISFLPPALLPSVQKSNEVMPNDVLSNFWQILFKLDSSVNPSGSTPSHR
KGKYSTKTFQYSQDSKEERLESDLFAAAPIGQLMSLFSHSVIQSSVSLVDKLLRVLSVISGAIPKQGLSRKANISKEKKS
AVACSDEEHIHVDVTTVSAVTPSVTVTIDPPSSVEMATEPPPLPTPVREEPSCFSSSVVSVSLLKGTITLLTSGKCSEDT
LDDATSLLINLSRCGQSTRESILLILLEGIKEIGHHLHSQISTLLTELNAIMPSVMKRQVSNDDESPPTSRGGTGSLGTV
EGVVLPTVQGTRGVVDHSSDLHLPCMEPLICKGSQQSFFLRLLKVVCQLRESAATTSALAMLRAEGTPTSRGEGRGFDRE
RSIPPVDEVLNEGGERPATSKEQDESKSDSLPHLSSQLDLEVLWSKLSECLDALACTYDPHAVLALQPTVEAFFLVHAEA
TDSSTPSGTRAPGRGDRSGHQSSSASRRLPSFHTISDTESIPGSPAPASGSVSHLSPVPSTPLATDSTDDVYAHLPPETA
RFLKFAERHRTVLNQILRQTTIPLSEGPFSVLVNHTRLLDFDVKRRYFRQELEQMEEGLRRDELVIHIRRSHVFEDSYRE
LYRRSPEELKASLYITFDGEEGQDAGGLLREWYLIIAREMFNPNYALFKTTPGDRVTYMPNPSSHINPEHLNYFKFVGRI
IAKAIYDNKLLDCYFTRSFYKHILGKAVHYTDMESEDYAFYQGMVYLLEHDIDEVGLELTFSVEIEEFGKTETKDLKPNG
RELIVTESNKREYVQLACQMKMTGSVRSQIKSFLEGFYDVIPKNLISIFNEQELELLISGLPAIDIDDLKGNTEYHKYTE
TSLQVQWFWRALRSCSQSDRARFLQFVTGTSKVPLQGFAALEGMNGMQKFQIHRDDRSTDRLPSAHTCFNQLDLPPYETY
DKLQEMLLIAIRECPEGFGFA                                                           



>Aque_XP_003382665                                                              
MLESRGLPPHLLGSLGSRMPHFFQKHMSSSNSSQAQQLLEGIQCVEDESVQLQSCIEMGQLLVMGNEDTLSGFPVKEAVP
ALIHLLSMEHNFDMMMNACRALTYMMEGLPRSTVVVADAIPVLLEKLQVIQCMDVAEQALSALDILSRKHSKSILQAGGV
NAALLYLDFFSLNTQRCALSVAANCCLSVTEDEFHLVADSVPIISNRLQHQDKKSVESCCLCFSRLIENLHNKPKTLQEI
ASHGLLANIQNLLVTTPSILTSSMFVSVVRMLLTLCSSCPVLAVDLMKLNIGDTLKYLLVGSDEITLETVEINSRSANEV
YEIVSLISELMPPLPSDGIFEVDKLLIATKKHPKTVQWEWQDDSKSWRPYGRVESKIIEVNEETGNSRQVRRSTVDPNQN
LNTNDDDEKKRIEEDPRMLALCADPVLFTSFLQSLMAVLYEVFSHMAAPSIKYKCLKAILRMINCSTSEILTDVLRNISV
SSYIATMLKSSDYRIVVCAIQMSVILMDKLPDIFIIYFYREGVMHAMESLKILPLKAMITPKKHDQVGKVTPPAGDLSSS
PPIGGPLAMLHPLPNPPQAPPTSVPNPIEGVPPGGLVSDSPSTARRFVDMFRKSRRHLRKSWSRSRSEDVSDPASSLPSP
SSSSSSTSGRPSVPLLPPPPSLASPHPPAPPTGLSSMIGIMGSSGTGRNKITDYMFSRHAEGSKEKIREWIIQQVTLFLD
KWSAESSGSEGAESNTALDVMKRLQAISEQLDPNNKSCLTSLKELCDILSDTDVNISAFEFLHCNIPEKLTSVLSSEDTQ
FPYSLVIRLRNFLYYFLGLPEQDAQLASWVPHERPGLIMLLQKLHNSISQTEQLPVKVHDMPGKRGSQMMKFFNSHQIKC
NLECHPSASGLQQWKGGTVRIDPLATLQAVEKYLLIKGVTKSEPIALPDDLDGSDDSESEEAMLSSIPSSLPTNLRQQLE
FLINDTIIPHKMTIFQAIKQFGLASSSESEEELSALGHPDIWIKSHLIQYRLVNQGQSSSSKPKRSYSLPASHYDSSSAP
HPKSSSVSNTASSSSSSKARRNLSGGGATGKVSPEGLRVTRSMSREQKETNVKKQPEPQSSNDDIIPAVKLSPLLHAIKS
TKTTPINISDPSVPIINLMRIIWALNNHWNDLYNGFPGSPIVSSLEFVSGKLTAKATRQLQDPLNVMTGNFPDWLKELSK
QCPFLFPFECRQTLFFLTSFDRDRGIARLQEQQPELSNMDASERITPKLEKKKRCVSRENLLLQAEKIMEELGSSRALLE
IQYEDEVGIGLGPTLEFYTLVSRELQKIDLHMWRGDPCPLPGSISQVVSDSGINQYVYSPVGLFPAPLNTSTDFSVVEDI
CNRFRFLGRFMAKAIMDFRMLDLPLSEAFYKWMLGQEDSFTAQDLQFIDPDIARTFSQLADVAVKKRQLENDPLLSDSVI
QLGIQSLTLEGGGTIEDLELDFTLTGYPDIELKPNGKDVPVTIHNLDEYLKLLLDWTLFTGVARQMEAFKEGFNSIFPLS
TLQHFYSHEMDTFLCGANNQKWDIKELMEYCRPDHGYTHDSQAIQFLFRVLSSYSTTEQRQFIQFVTGSPRLPVGGFKAL
NPQLTIVRKAVGSSQSPDNFLPSVMTCVNYLKLPDYSSEDIMRKKLSLALREGKQAFHLS                    
>Aque_XP_003382592                                                              
MSTSGSEASPLKEKKSKPSSSLTSRGHYAFHISPSRTIYRPLPPSKFKVPSSSVSLKRGTKKKKTSKLDVFDFHSDDSDY
EFDMPIVDYHSPIPVRVTGGTSKTSSGLHVGQKRGRGRPRKTPKEPLDESKDDDSTANESEPTSQKPADRGHSRKTLNES
TESEPGPNDESTGELTPVVKRGRGRPRKTPKSTNESTPNISITSEPESIGQKPPVKRGRGRPRKTPKSTNESTPNVSIAS
EPESIGQKPPVKGGRGRPKKIRKEAMNESTASESELVQESTGTESEPSSQQPPVVKRGRGRPRKTPKPSSAVSTPSSQEP
VVKRGRGRPRKVRPPNDSIGTVTPSSTEQRPSTIETGDDEACLKRDATGVGEDMEEEPVPTILDIIDKEEKSTPANNPST
KAQDTMETTTIVITVPPDPTSFSSLYDVPVVPPPTTTDSDLTDTEQEITSNSVTASTQPKTIPDGERSNDNTEQEEEEEG
TKAMEPMPKGDASLSEEAPLVEACTGSNEGDIGLTSDSSAKQNTSRALSTVEQTEGAQTEPEIPVKPTTPVKRTSSTSST
GSTPIKEAAPMTEAAPGLPVPLAKSTSDTSSYKVKQDSVQYSVTLPKTKSNKPDIPSLSRSLTWPKALEEKQNDDDSTIT
VRNVRQAHECLQHGENLRFRDDVIYLLDSMKTEEPLLVRCLSTLNLAEQCLNVDFMRQMRSLGLVKKSLLLLKDAQTHPA
LKVALVTLSFVMTQSNVEPSELDKKCTELLVMALSVKDQFLVSPAGEEEPPPLEGKAATEYKKITDKSKALLKKCSPLLI
HAKYSDSSNTNETVDISLQPSTLSLGELATECFLSLTSSMNTSVSSLKEDLRTLGAIDVIANRAIALTRQCTGYLTSGQE
EEGKEEEEREGEEREVDVHFMKLFRQLKLLENILCMSKGNQSYLTMFDGSIFISEISKFLVLLGDYLISKDLSTRHTCIV
TETLLGTLRVFLNITHDNALASYRVGEQEKIIDSICNFTFKLAQSVPVIQQFDILVLVSLLLKVKNNAIHMLIAINILHC
LSLLINLLEESSTNVQHMCSVFIDVPSTSSNPYGDMLATQALVKLFLTHYERGESASVEVPTPTKQVISHESPAKSPKAR
KDLTSTFTSRMKSGIQPVPKKRKQRKEEKMEDDKAEDKEQDEEEEEEEEEEEEEGNISFDPLIFKREDFDSALSQAGKHM
EDSIISSYSAVLVALLIQNDSEFALNVKNKLPGGNFSSLIKVLKEFLSFMNMASSGSTRSGLDSVQRILKFYYERNRLSV
MFCWGEAHDGALGLDVKEKCVMEARPNTAFGDKKIKYIAHIDTFDDTIITSISCGVKHSLALSSDGSLYAWGDNSEGQLG
LKTLQPICKPSILSLPFGRPVVQAACGDHHTLALTQDGRVFSWGKNTTSQLGHSKGLSRVLAPTQITHLISTPVVKLICG
SNHSAALTVSGGVFLWGDNRRAQCGFGHVTTKISYPTLNEFMGRYAVSHVACGTDHTVFQVQSGHIYTVGSNEYGQLGRG
ARGAVYSRPAPIMQLMTVVVQQVVCGRYHTTLLAKYTGDLITFGQGLMGQLGNGTTFSSEQSIPVMGRWSSPKRYLRSPR
PANSNVVKGVFAGGNHTFATILLPDQEEDLPVDFSDIQSQDAPCFLSLGTLKQMLDLARYTNDYTGTLQTLKMFFSSPSC
VNGSFLLDQKRSSPHECRLDHAQLTTSFELLRERLSSHDIDHMILIAFNTGLLPNLPEPHPSPESLRIFHIILAYPLAQE
YPACLSIIVTFVKVFLYISDKAKDIIESWLFNGPVEVLQTWIEIFRYPIARIIAGGRDRIEQSGQTLYGRPNLIHLTDDQ
TWALQEGIKVLRWLFECNKKHKEPVSHQKFYVDEIVESCDLREDYFSYKQNRVDRVLFMRYSFVLNASGKAELMQIEGRY
RQMEAVAHAHHRNILNWFSAEGISDVSPMAFVINVRRDHILGDAITALRSHDTGDLLKPLRVQFEGEEGFDEGGVQKEFF
MLLIRELLNPDFGMFYEEDESRYIWFRQQSYDRQCYHLVGMICALAIYNGVIVDLPFPPVLYRKLLSYTPSLKDLESLKP
SVGKHLRGILTYDGNDFEKDYNITFEKEGASEPVTKLNKKEFVQLYVKYELTECIKEQFESFVEGFMKVCDIKSDVFLTL
HPDELMALVSGSSSYDFNEFMEHTTYINGYTPSHPAIQSFWAVVNDFSPDAQKQLLIFWTGSNRIPVAGVKSLKLIIQRM
DGGDNFRRLPVAHTCSNVLDLPPYPSNDLMKEKLLKAIFFTKGFGIL                                 
>Mbre_XP_001750779                                                              
MRLQRKDLRRRLMVQFHGEGGLDYGGLAREWFYLLGIEVFDPRLGMFSYCNEQDYLLQINPSSSADQDHTLFFHFTGRLI
GLAILHRHFLDVTFVSSFYKQILGQSITLADLQDSDPDVHRSLIWILENDVSEVPDLTFSTDEDELGDIRTHELVPGGAN
KAVTEENKFEFAKLMVEWKLIKSSSRQMCALLTGLNEVIPIENFRTFTVKELRFLISGSHEYDLEDWKRNTEYKGYESND
QIIEWLWEIVEAWDHDNQARFLQFCTGSSRVPIEGFQALQGSDGPRRFCIQKLEDLTRLPSAHTCFNRLDLPEFPVRRML
EERLALALKNAQGFTGD                                                               
>Mbre_XP_001750557                                                              
MPLLDPDADRHYKFLGTIVGRALRAEMLVDLTFCNFFLTQILGGRVSLNELRDLDAELYQNLVQVKDYAGDVSELDLTFT
VAGSEVTGHRLYNLVPDGANVAVTNENRIRYVYHMADFYLRRRTRQQIVAFQQGLEQAVPAALLRLFAPAELRKLIRGEK
QVIDVEEFRRHVVYNGFRADDVPIQLFWSVVHEMDNDAREQLLRFITSCPRPPILGFQAMHPRIAIANSQDPSRLPSAAT



CMNLLKLPPYTSREILKDRLYKAIYETEGFGLS                                               
>Mbre_XP_001750143                                                              
MVGRVLGLAVWHGHYVDGGFVMPLYKHLLGKPVTLDDMAHVDEMFYNSLVWMLENDITGIIENNFVDEYDAFGVQETIEL
KPGGSDLPVTESNKNEYVQLIVRHRLNFGIEEQVKALKQGFNDVVPHAYVSMFDEAELELIICGLGEIDVGDWSSNTEYR
HCEPTDEQIAWFWDVLRSFDTELRARVLQFVTGTSRVPVTGFRDLRGAQGPKLFTIETVPNAVRNGLPRAHTCFNRIDLP
PYDSQDQMRERLLQAVENAIGFGLE                                                       
>Mbre_XP_001750085                                                              
MALFNGKLLDAYFIRPFYKMMLDLPITLEDIEAVDIEYYNSLRWLLDNDPEPLCLTFQVDHDEYGEMVHTDLKPGGADID
VTKANRQEYVDLVIKHRFVNRIQEQMTAFMRGLTMIIPQEDLSVFDPSELELLIGGISAIDVNDWRTHTKFLDGYTTSSP
PVKWFWEAVHSFTKEQRARLLQFVTGTSRVPIGGFAELYGSNGAQKFCIARRGVPPELPRSHTCFNRIDLPPYESYAILR
KKLLLAVENTQGYDGVD                                                               
>Mbre_XP_001749884                                                              
MEVDPDTLLEWLSLPGDTQLIALEQLCMLLLLSDNVDRVFEHQTPNLPGFHPAALLTVRCPPRRFIPALCNVLRNDDCPI
NILEATMRALTFYLDVSGDCARRVVGEEGAVANICQRLGCAELLQPSSRDLAIQCIKVLELISNRDADAVYQAGALRSCL
TFVMTGKEIVFKDAINSAMSVVTKCCSRLSAADAFVADAIAHFTLLLNEDPDFVPRVLPCLAAIVDKFQRENADFDILVG
SGMVTILIELLNRSAPQPDLDSSAVGPGSDSDVPQARTIVGLLLALARASPQVTRLLQASPILPTAVAACLCRNDRLAAD
AIDLVELLFVVLLEGRGALQKLRQKRVIALGGRDASLRSVIEHIRNKDTGAVLEAVEGGIDPNSTDEVGQTLLNWASAFG
TNDMVEFLCESGADPDRGERSSSLHYAASFGRPQIVRLLLRYNASTELHDDAGKTALERAREKPDDAHGECVALLENPEA
HRDGDDEDEDEEEEDQEAEVARPAGGSDALVIGASSRTRADSEHTSSAGPTGTAVSGTGREEAAAFSGFHEHPDTAQAFL
EGMLPVVCQAVSSVQDAALQSSLLRQLNKVATTIPKPMLEALAQSEALALEQAIIPLPDILQQDNGWHLHQATTFLQTLM
SRLDDRVRDHLLRLGIVPLLQQLAAKQATETEPVSVAQPGMKLEARHPTLGGFYAATLLATNSALYDSWHVRLDGSEHQE
HDFWTRPMSDAVRPLGMSQARGQTLQLPEVDGATPSSWQAYLEATAAQSIPAEAFDRATAVKEKDARKRREAYGIAAAIC
EAYFSDADSMRAVVKRLQQLGNRLVTMTKATPNGCVTPAEPSSPQASMHDSLGMTFALDRQLSVNSQMALQRKVDMQACL
ANLRTLLLDESISAFELLQAKLVPRCAVQPSCIALSSSRLLEFADAQNLLFFLQHESQDMAVSRVDAAADRNMRCELFKL
AFAVPVDVAPERNPLRTLVLKVIDVLEHTESLPILLHESPGSGHGLQVLQKRLKFKLLRDPRDETLLDLTGNAFKMEPLA
TVQSLIDFLEPKVQKQWCDFPRPEISFVQRLVGGERVVCTYQSDFDEQGVLYWIGTNGLTANWINPSKVALVFINTSCGR
KDSWFSIDLGIYVKPTCYTLRHARGYHRSALRDWDFQVSEDGDTWTTIREHRGDTALDEPGSTATFEVSAPEHATGWRHF
RIFMRGPTANSNTHYLSCSGFELYGTITGASEVSFAKAVLREERKVYALQRHAKKAAAKFKIGTRVKRGPCWKWGNQDGD
PPGPGTVTGLPRNGWIDVKWDAGCSNSYRVGADDKYDLLPLDDEAHNDAPDDSDMRTAPAASSHEAATATGAASDPAQET
TEMSTVADALVQDMVFDMSADGEGMDDDGDDDDDDDDDDDDDDEDDAMDSGEDSYGALAHVFGAPRSAAMATTSGHMEED
SVLEGLRDLEAGFAHDAFPMSTPSRLGAHRRLLELMRKRDTIAASPRTRELSWDENFVLKRQFSALVPAFDPRPGRHNVS
ATTDLRVPPPGSPTDSFAARTMRRRQEQRICLFLVDSEANGDPETLRENLTPDHMHRLPSDSTIFRAIQRHWGRGTWVAG
SLGQLSLWNQSSTALCLTPAGFGSFDADNSSDRLKRTWEPTYTIVYRSESVAPEAMDEDGWDLQSVRARLEAGELKRADV
FAYLQSKASVAWLRLWNLNDQLTSQQVKGWSIKQVVAAFKDFLQTRTQGEDAVDPDAPRPPPLNVSAFNAEALLAATSVA
VADDTTTPALQLIEFLYDMMQAAVVEEFSGAGEAATDTFALNVDKADFVSHRLTSKLRQQLMDPIVLASEALPEWCEELT
TRCPVLFPLEARQLYFSCTAFGVSRAIAWIQSRQDDARGRQDAAEHRIGRLTHERVVLQRGDNFFEWACNAFRLHADHKS
ILEVEFEGEEGTGLGPTLEFYSLMASELQRKDLCLWICEDALGASARTVDLGTGNKPPGYYVQRSNGLFPAPLPQTGKLI
DSVCERFFVLGIFLAKALQDDRRIDLPLSRSFCKLLVGKELVFSDLYDVAPELATTLRVLEVCVCLSSDMETASAFSTMC
TSIQLFELCIHRSAEEQGVAAQKRLIDAECEGDTEERDAAYEELTFMWPDTNTAVRVSDLSLSMVYSPSSTVFGLAEIPL
RPNGEDEDVALHNLSEYIERLTAFVLREGVARQLEALRDGFNSVFPIEKLGSFTADEIPHVLCGDQTVDWSFDELVTNTL
PRHGYHTDSKGYLNFLRVLTELTQDQRKAFLQFATGCPSLPPGGIKNLHPQMTIVRKLAETGAEDDMFPSVNTCAHYVKL
PEYSSAELLRERLLVAITTKGFHMN                                                       
>Mbre_XP_001748816                                                              
MSVPSRVLKDAVRIQFINELGMEEAGIDQEGLFKEFLEQTLKEGFNPDYGLFCLTADNKLYPSSTSEVHQEHLRLFEYLG
RMLGKMLYEGIVVDIPLAHFFLNALLARPNTLDELSTLDADLARNLHMVKTYDGDVEDLGLVFAVDEEVLGERHTVPLRP
GGSAVDVTNENRVLYVHLMADYKLNQQLRRQVQACRHGFNEFVHGSWLSFFNAPELQRLVSGDDVPLDVNDLRHHANYEA
GFHSSHRVIKWLFEVVEKDLSREEQEQFLRFVTSCSKPPVLGFAALQPRFTVRALGEGQAEDQYTLGTVVRNFFTSGTDT
TRLPTSSTCFNTLKLPMYKSKRVLREKLKAAISSSSGFELA                                       
>Mbre_XP_001748172                                                              
MPNPLPLTQAFQKAQEDSAAESSDTMKPEGVEALLLFLLSHVLDTMPVANKPQPCAVCKEPSLLESKGSRVYQPMREADE
RQLEAADQFMMAELQQMCRGRVVQASLSGTVDEARIDIDLLLTHLGHGAESLDSELVEALFQAHERKADLMAELEESIAN
YYCPGHHHMRIVNEPYSTFREQLSWCCDLCGCSGRGLVAHCEPCQHDVCLSCLEREEDFEISGQVSIRLKSQAEQRPEEH
ETSSPDQTALLTHFLPAFESTFARRLEDLKPLEEVQIPLDVFKPITRADLRRACDAAGFIGAIRLECCLRRPAAHNALQA
LENQLFLASLAVFRALVLPSKQQVAGFPKALAVLRDLQTACAQELGSVHLLTEALVAGLSATVYAAIHDVQSFDTRAQLQ
QQALQALTGDDAPGPGARGARVRQHSERASSPWLGRLGTLLGGAWSAPPANEPEPDKQPARRDTTISPIPPPDLSVSPPA
PVFWETSPQLGSDDQARKLCFALTSLQQPSDLIVLQDGEAGARLELKGVEDFSSLGSLDLIINCIFHPGSSPALASPLTL
PWRLHRWEPFVLPLPDVKAFSVTVGSSEALLPLAAATVCVTLLNCPSGYHLVTQQSIASRSPSPLPVGYVSQAFAIKSHT
YSLFTLRLQRSSESAAMTQARIDEIRTDGRQRQYDCESRNETSLILDRDAVSISFTSFTRSEAELEGFAITVLPISLEPL
PALAEESRHLQAQTPLAFALVALTASEPRLPAHVGALPSPLLTALIPGQCEHCHSEHSATRVMLLEVLAGAAHPMLQQLY
TFVLTRGLQARNFHHCTTRLALRMVFVCAYVLGLTLADMQRALNTPHCLERRQLIACVETAFALQRHLVTTDPSLDAVDV
PIDAESEVPASVPSASTYAAIVTGNSSASANDVQLSSDSRNASTQAKFASAQAEPKTLADTTQLLRAIVQTYCPCHNSEE
DNEDIHEGVNDAVPQASASVNRDDNSNGSSNGRPPPLLTPGFSHMEARSHSVHGDASGSAARAAASAAAATASSVNQNFD



LQLESCKVRGADTQGNGNASMPASPRRSRAAPRGLAPPRTSSTVLPRQETTECPERPPLQRSLTAPSAPLTDKAWRRVLK
GKGSRALGRQFAATYRQQEVLTALLEACKGRLSGPELQAQLAAHRAAVVDASERMSFLYTMQNVLHPALFHTSHRAVLAI
EQAERSVASASQEAISPSGAALPDASDAAIVMELIRVEIQNLRSLVLVHGSGTVTPALIDYVAARLVTIGAWLRRVDHPR
QLCTVMHALQALQTKLDPLRFTERPIILLRRCVLIVLLRCLGRDSAGTGGEVVTIESHRQVLQAALETLAAPAPRTFVIE
ALVAILLCLGTPARGANTAVAQVLRTVGPSLLANTAPLVQVLGVHLLNAVHDSSGACLDILLDYALRPYVLVGVPNAQAH
AAQLACLQIRRRLSTHEHALKLLEPRLLSCLSELEAVQAANSSKATPSTNNSSDLVSPQLQPTFVGHPLLQLDAGVTRLQ
GVCSYGSAERQLQWIHLTLGPCASNGLMTASWSSMGTLPLPNELSAITTAVAVGGETLYFYDAQWTRPTLALRQDTVVRT
KSFQQGLCTSERPLPVDDDQHCRFVVYTGSDSDDSWAGNVSIGVLRVDPSSCLPAAPTIITDLSDVAVYLDGTSIKYQGS
VVSSDYGIGRPLSTGMHVEVDVDPEGSVSFIIDGKPCGVALKNFVPSTATTPLYAIVDVYGQCQSARIAASHRSTAAPHS
FAFAGRDELVQNCLRLTTRMRLETQPTQPTGDNDGITTLEGSKPAGPAGAVTPEPTRDTKTTEAELDPLPALRAWIRDAG
VSSQSAPVLMLDRLPFRATLLQPALSAPPLGALHHDSILLPPRMVACELTHVPTKLDVAAEDDGDGSADSKNEGIGAPLP
RLPFRHQLRETWLHVTRLVFAPDFAKLAMAEQAGLLGASWALAQTYDMHDLLPREDDDWVTAALERAVQPAPLRHLFATD
LPTALQRLLEPTTTKHVRRFFGQDAPSRFAHLEFTTATEALEQYLRREGLHSDGPVCSCCDRAITLGPTFEVDVELRKLC
SACAHMCTTPAEVAQGPAWWPAPGPSCQAEAGPMGCRAHHVDISDPASVARCTSATLTTSTILASTRSECVPPTTANGGG
VPVTFWRFDLYRQDQGEVALSGVHGFVLDTESGEEDKLESVLMDVSVHQPRETTTNCPPRQLEVSVSAKVFSICLVIPST
YRLEYVALASDGPLAVQRVIGRQGLCFEHTDLWFAHDLSKHVGSNTVALLPRPALRHLRGFGRSMAKTAPVLPLSCHDEL
NHVPLDMVSFALADHQEYQRATHAAVQTLQIQLARLIALGWWKQQKGKLRCSAPTSAASSPARVEEKADGSPCPVDEPGS
WPWTLAMLRLWGAQRLVPAANTAALAATSLSSEQLPVIRLSGEQLDDLASLLLAESQRVREVAGPTVATLITKDGDNQPH
LLQGQVILPNASSLRLAVPHLCVDKCTLHLCDGTGLELACLSESLQSNAVWTVPGNEVRWFLRGSTEALQSARFQIRVAR
AWSQELVEDADILTANGINFGFLEAAQALLHQHCAVLSERALLDWAESCCLLAQLPWEGDQTLGPRQLAMLADVLPHIMA
QLGPTIRCRLRAVLQRVQLRRHLEWNDFFGQVFAHNDCLYRVIDITTMLHTREDDASLNDFRDEGTDGGQEDPRLRLILK
AERVDCDDSLDTGSEDTICVEMYPWRAAQELASHLDMLRLSSPALVRVLPFPLRAEEPDRDDDFFVDDADLRGQLLLPEE
PEHGQSLNSHRAAKTWEGDRQTLSDLLRHLRARLFTFPFDGTIPGWHTLSTELTAIQASLESSHSATLAHAAMGGLEGSP
AMNAVSSSAGRWVDIEETMTALRAQLHGLGEENADHKRVVVDHVRDLDAELNTTDTEDAIAIIAALLSGSHSGRSPWALA
ELLLTLEEQLEQAQCVREAHKTAPVVMLPLYRIAGAVGLRSMTVPFASQAEPFPHPADFARRSDYVAFVKARLRPGMRVQ
LLQDSEGVSAGDVGVFIQSNSRTPPVQCKWKQYGHTRWVHWHEIVLLPPTEVPGLSQTHDIGEATLKALSWSAHEETNSP
QQGSELALSATTWDSQEPGLENLCDSARTRVEAVASSLLQGEAWSLFALLADVQLQPEQWQAVVFTARFDEAGRWAHAGP
LTWIDLALRGGTILGAQLCMELLGMHDLMTTGDDLDLSTLIRVGAVDRALLAVMAHQSPEAQHDILRQLPQARRSALLGR
AVELGAWRDSAVRLPPLMTRGLVPQLWDPMLQVMRVLDVMEALAEGSHPLTGVNLLHWALLPAVYQYHCIFAPSRRVDVQ
YGPFFTEKADAALLAWGDELAHALNPRDDEVAVPKPALLALDDVPAEEPAMSEMTCYQPSWCAQPSVSALLSELDALEAW
CNEPSKVAVLHWHDHYDVSQVVALLRGMLARRYPLVVTCWPHALAGRVTELLNAGMTLVGPTIYELGVDAVLCPLPFLRE
GVRHILGALPLPSDHEAWLQAVAASSGDNQEVRITYEVPDHEHVLAGVDQSHLFPQMEPHSTNGFYCDICNRRSDSNEGR
VCRRCISGCDYDLCSSCLAEETSKSTTQHTRLVRATEPSLYRPVRANGQDPAPALPATLDGLAHLPIQALRARYGTLRWA
GDMIVAPHLKLLQFLQDPKLHRARAWISMPLKEELLKQHLTSTMRTEAEHGPTLRVDRLRAQSLEAWDVQSNRLRLPTLA
EEARTVYAQIAEQLAVHVKEDARFLHLASKFWKIRLLGEGGDDYGGVYAESTTECLSELRDIKTRVLVPTPNGVADHGSQ
RDLLLINPDLRPFESEHDRTLLHFLGYLIGFSIRSGEPIDLPLAPCMWSMLLGTALTAEDVPEVDLSFARTLNQIRALPE
DDDLLLACCLPTTMCTAGGRQVTVIEGLDVLDARNKQRFCDEALRIYLKQFDEVLTPVREALAKVLAHEHMLYMFTPAEL
ETLVCGSQDVDLALLRANTRYEGLKETDDVVTWFWELLLPHYRSKKALRQKLVAAIENCRAIDADYNAADVDDDDSDEDD
SYFTDEESGDENEFMWYV                                                              
>Mbre_XP_001745750                                                              
MSRVQLESDDSDSSAGSPERQAVSRTSSQSVIESVDPRALRSQTSASLRSATHQAARAPAQLEASSDDWDAPDSEDDVDL
YGRPVARTASSSSEHENADLEEAGTLASGHGAPREQQEQRRRRTRAASGSVRALQSLAAARRRRADVQNATVEHARSPTS
PQRKRVHRDQSTSAELAEPKHSKLWKYREAHSTLNRTSRFIPEHSAYNHDLREVEDLAGFIASDDEEARARPHRLLLPDS
DSENEAAPGPNINASQPPVPGMPSFSTDSDSDQGSDDPAMMTILLQRNLNLAVPSLCLVFGAGSSNVKDSNPRQIERVRR
SLQGPLASDDDASSSSSTVAAISDDEDAACVAAARLFDEPRRGSQSQAVPHADQRVSEEDFFVNSDEEGEGDGTHRHFEC
PCQHDAPYMGRRLFCRQELCRRMQHAACFNRPERRDRSLPPHICHVCTKVVPEVPADRTALWTAVEHDDLNEVTKLLNQQ
RVPADICSYDHDGMTAVMLAARRDNWPISRVSRVDLNNWTILHHVIATDADRVLQHLLDVVMAGREPLNQPQFKERLDGS
NLLHHCAAYNALQCWAVMLRYARLKQAMGAWVDKPDHEGMTPLFTALRAGHLTMAQKLWPRSVATRDSTDAHRRTALHLA
AEGGNAECVRLVLDASSSDVLESRDAMGFTPLMVAAQVGAEAALECLIAAGAQVEAFDHEGTSALHVAALGGHTAAPLRE
RAIAILKTISTTERYFRFLNDLVRQHPAMLDTDLHFLLYQRGLLDLDVKTAWLRRKVQNEMPRSLAQVQAARLSPTKHPK
NIHLKVAFVGEAGICLGPLRELFSVLPDSILTDTKLLTAATENNPRLVPTYFLNEHGACEAARPDSNARTAQFRALGTLL
GLAILHQQTVNLPLALHVLAEMLSDPVEPNIDSLETLDGDLGRNLRWLLNRSIDDLDLDLGYSVSVPPCAGAAPIEIELS
RDHASVTDANKKGYVQAVAQFHLVDKTSCEVRDLREGFQSVLPPDLLMPFTAGELALTLEGVATIDVQAWQRHTSYSNEY
DANHQVIRWFWQLVTTLSDAEKSLLLQFVTGVTRLPPGGFADLRALGGGSGMTITRGGDVRHLPGASTCFNLLKLPPYPT
PAILRQKVLIAIRHGAHGFSFS                                                          
>Mbre_XP_001745214                                                              
MAPRPPLACWQLWAVQARTWRRTLSDTCACAASSTTPCPQKPCCIWRTVMRLPLLRTRETATVSRSREAASGEGVEREFF
DLFGRVVLQPGRALVQHRRAALRDFGHGSNDPGAAERLLTCLGEWALGSEGLSLVESSAESGLLTPAIYHLDQEKPQPWV
VQAGRAYRLVGKYLAQALLQKQATPLCWAPHVLRLVFDLPLRVADYAAWQPEHHRQLVQLLAAAARGEPVEEWDLTFDVD
VRAGGMHAWGTAVTLSLDHSGVVERAVTAHSAVEFVHELMLARMNLARPAALAMQAGVLEVLPRAKWTLLTDDVVASVTC
PSTDITAAMLWPALEVRDGRDLVRFPDERPFAVFVEWLQSVVSTWSRTSCEQFVRFATGRSILAPDVLPIKVEVKPARAA
LPEAQTCFSIVRIPFYADAASLSEALTLVLAHSQGFGLE                                         



>Mbre_XP_001745202                                                              
VFGEKQHHELCPGGAKRSLSQANKHEFVRLYTDWVLNVSVEHQFAAFKYGFMTVMAQSATLRMIDVSEMRALICGLEDLD
LNQLREVARYEGGYNANSPVIKWFWEVALNFSDNEKRAFLQFTTGTRRAPVGGLRTMKFIIAKQGADSERLPTSHTCFNA
LMIPEYSSKEKLEQLLKKAIQYSEGFGML                                                   
>Mbre_XP_001744597                                                              
PVQIRLEWLQEHLPGRLAAAESNGRAQHSPTLTVDRSALLDSSCQRLLRMDALELQRALDITFADEAGQGQGVVREWFNL
LSKELFNPDYALFVDSEDGAIIHSGSHVNADHLSYYRFAGRLLALAIIHRITPGIQLSRVLICQMMGLPPSLQDLRLLDP
QFVQSTQWLLDHDVEQAGLDLTFAVDVFEYGQQTTVELIPRGASIAVTEVVDEVQALVAGQHQLDVNAWRAHTEYRWGMS
EAQRALLLQFATGSSKLPHGGFPALVRANGASLGQELLGSYQM                                     
>Mbre_XP_001744210                                                              
MPGQLSAPNDRELRFLQFLEAHASVINDIVRKRPELLGKRPYSLLTRFPTILDFEVKEKFFRKKIKPDRHRRVPLRIRRD
YLFEDSYQRVMQLNAGELRGRLNVQFQGEEGIDAGGLLREWYYTISQSIMNPNYALFCQSTPGSETYQPNQHSSINVDHL
RYFQFCGRVVAKAIFDHQLLDCHFTRAFYKQILGMHVSWRDLAAVDSSLYKNLLFILENDVTPFEGDFTFSLDVDRFGKL
ETIDLKPGGRDLNVTEENKKEYVRLVADMKLTEAIKDQIKAFQKGFYEVIPQTDIALFNESELELLISGLPEVDIDDLRA
NTDYHSGLSASTPVIQWFWRAVRSFSRDERIKLIQFVTGTGRIPVGGFSKLVGMSGPQKFNIQKDRSGPQRLPQAHTCFN
QLDLPEYESYEQLREALKLAIMEASEGFGFG                                                 
>Mbre_XP_001744048                                                              
MARPSNPPAPVAAAPGGCAETQRKAASNPAVEALDQILPTPPEYPGQTNDPAHCTAQSPDSVWCPPRRAAAHQPLPAGWS
SVIQAGRHLFVWHADRRTTFVDPRLDDHLPPSLRRLALPTGWELEFDDDDEPYFISHTARRTERRPSWLSRPRCLNPQKG
IFFFFQRRSQWALAHFPWLERTTLLQMSSLLVLQREGLMRDSWLAMTALPVHQLQRRLFVSFEGEAGRDFGGLAREWMDL
MCNGMSHHLPLALVPTMTPTKEALDTIEFLGRVVGLALFHGRLINPHFSLIVYKMLLDQPCASLDDLATVDPEMHHGYVL
AICSNDVCRTDLFSPRTVGSTKPVTDANKRDYVDCLLQWRLNRGVAELLEAFKIGLTSFIPLSALAGFTAPRLRLLVSGL
QQIDVREWRTATAYVNGYGEDAIQVQWFWQWVDQADEAQRAKLLTFCTGSTQLPAQGFHGLSGIHGYCPFVIARVGDVDR
YPAAHTCVNRLDLPAYASRDVLHARLSFAVQETEGFGLV                                         
>Mbre_XP_001744037                                                              
GWEIRATDQGRLYYVNHNDRTTSWQPPGIDEFGELPEGWEIRRDARGRVYYVDHNSRSTTWQRPNADLLSQRRQFAAGQT
TLAQAAQQHGQRSLGFSSSVEQQVEPHDDRGPLPPGWEQRQTPQGRAYYVYHPARHTQWEDPRLQDAMASVETMPLPAGW
EIRSTTDGRRYFVDHNTRSTTFRDPRLDLAKRGPDKSIPQYHREFKHKVWCLHKHYCPQVQGQFKMPIRRSSLFQDSFDC
IMSEHPDETGFRRLFITFQGEQGLDYGGVAREWFFLISHEMLDPMYCLFEYATANNYQLQINPNSHVNPEHLQYFRFVGR
VVALAIYHKKFIDNGFTLPFYKRLLNKKLVLQDLETVDPDFYKNLYWLLNNEIDDLELGLVFTADSNEFGAVKEVELKAG
GKDIEVTDANKQEYVELMANFRLKRGVEEQTEAFLMGFHEILPHQAIEFFDEREMELLLIGMAEFDVDAWEKHTIYRNYR
KKDRQVAWFWEVVREFTQEQRARLLQFVTGSCRLPVGGFAELQGSNGPQPFCIERYNDHGALPRSHTCFNRLDLPPYKTK
EAMKQKLTMAIEETEGFGLE                                                            
>Mbre_XP_001743727                                                              
MYAQSQDDSALDSTAEEAQQAPPNLAQLLRARIRGAHGNAYTIEYRPARNQRKGPHGQGTVSPASAAGFGERVSQARLAE
LSLPPIPHLETVVEDPAGSAIQLLRLLYILNVNRSHLLDNLPTSCAGAEVLNDSAFVNHMLSTKLLREVSNFSAISKASF
QAWCTALVQLCPCLVPFAQRMRYFRYTAFGAARAMQFYRTEMQGSNASASANNGAGGSEFRLTRTKVSVPRDGILEAAHQ
VLFKFGELRTVLEVQFTDEVGTGLGPTLEFYALASRELQRADLALWRGEAGEGAEYVHPTTGLYPRPTFKPNRRTLVLFE
TMGLLVAKAVQDERVVDLPLNPLWFRWLLPGPTPGTLADLRLLDESLHHSLEQMSILADRWAEAQRTHAGDAKGLAQAAQ
ALNFQGAAIEDLGLTFVLPGYDVELKSGGASMDVTLENLAEYVKLVLDWSLRRGVQKQMQAFLRGFDRVVPREHLAIFNA
SEVAELIGGHNNLPWGIEDLRAALKTNYGYTMDSPQVAQLLEILASFGQEERRAFVQFLTGSPNLPVGGFASLQPPLTVV
RKDPEGAADAVLPSVMTCQNYLKLPPYSGLEVMRDRLRFAMFEGQGSFDLS                             
>Mbre_XP_001743427                                                              
MAAAFGAAGAGQLGLGDEGPISTSYRSLAVPSGLRAAAAGAYHSLLVTTDGLVYSAGKNDHRQLGRSGPAGIFKRIEAIE
VASIRQVAAGEDFSLMLDDRGKVYAVGAGERGQLGCGRQTSEEGHRVPKIIRSLHDVPIVALSVGGRHALALSASSIVFA
WGENANGQLGNGHFVPSYQPTPIPELNGRGVVGLAAGRQHSLALTAASELYAFGANEHGQLGVGDTKPRLRPELVRAALR
KGLVKVSAGDFHSLARSATGHAFAWGGNQWGQCGVGDDADAILLPREIDSVQEHGHIADIATGKRHSVLLVVTSNQTTPT
PSTFHKQLLFTFGANSLAQLGVAAGGDHSLVLYEERAEEAPESKRAFAFDDLAIAMPIAALTADQVRELARTDRPRLHQQ
LEIMLSSAGCLNAAFLTTTDRPADGVIVALGQVRSFFEAIVALNDEHATEVVSRALRKLFGNLQHISPINENHYLFLLVL
LECPLLLKPESHSVPLEGLVRVFTQVTHQRSDAVGEHMLKSYLHAPVTYLHRAVQVLQGYLSHLLTGRGTASEPVYLTCV
SLQALYFLNKRVDKLKASAFYNDHIGSTPAMLQEMLVWVLNKSNVFSFCMFPFLIPLPVKEQIVFQASQAAMMQSAMTSM
LTGAEAPVLVLKVRRTDILEDTMKALSMVSPTQWTKPLRIKFEDEEGVDEGGLVKEFFQLVMPKLYAHAFVPMESEGLRW
FWFAGPTEDRLQAYYAMGLLFGLALYNHVLVEPLFPSVFYKMLLLADPEMSQLTLDDLASCAPDVAKGLRSLLDYDGHNE
KEVFGLTFELSHKDVDGRVETMELKVCVCVCVCLCVLVTPVLVSDLAQANRWEMDVTALNKHEYVQLYVQYYLYERVAAS
VDAFRTGFFMIVQKTPAFYMLQPRELELLLCGNPEYKLDQLKDNARYINYSAKDTVVQWFWDYVLALPQSKRRRFLMFLT
GSMRVPVQGAKGIKVTIQRVADTTRLPVAHTCFNVLDLPPYETREELERKLGYALEETEGFALV                
>Mbre_XP_001743304                                                              
VFSWGNTRDAELGYVANQPVESPQINTLLSRLNPTHIALGQRGTFVIDGEGRLWSCGSHTRPQNDVKSFLGHAESSLALV
EGLESERFIQVSATSHVLAVTLQGEVYSWGSNSYKQLGRDGVNNRPMKITALEGEEVVQVCAGGHHSAAVSKAGNLYTWG
RGGYGRLGHGTSDDVNVPTRVAAFPEGIRVVHVACGLGDAHSMCVTEDGHIYSFGDGDFGKLGHGTNDRRRQPERIDFDI
VKVVCGSSTSAAISLSGALYVWGGGRRYRLGTGTEAVIWQPRTAHALNTHKVVDCALSSEHGVAVTDRGEVFVWGANDHG
QLGADAGSEKTIIAPRVIKLPGEFPAVNRVHCFPYGTLSWSPSRLSDAHETIKAAPAVYQHLQGVDVDALRRRAYILEYA



SSLLLPLLPFFELNVQALGGREPSLALGGSAEGLRTLQSYIAFGHKERLLKSILQRTTETTARVTITLNRVQIQRTPEGL
AGPDGSQSVFAQAARELRSVDQSVFLASSRCWKVKFRGEGLDDAGGGFSESISEMCEELRNHSVPLLIPTPNGRDEAGDN
RDAFLLNPTSDSAYHLQLFEFLGTLIGIAIRTSSPITLQLAPCVWRLIAGLNLTIGDLKEVAANYVATLEFITVSPADVF
EQCDFPTTTPSSLEGVDYQVVPGARLTLARRDEYVRRSLELRLHEFDRQVAAIRRGLARVVPLPVISLFSADQLESLVSG
GQHFDLELLRWMTKYKNCEASSHHVSWFWETMAAMTPEEHSLFLRFVWGRTRLPRTEADFAGNQFKLQASLGGADAALPE
ALTCFFLLKLPRYSSQQVMSRKLRYAITHCKAIDSDAYARTNLADEAPAA                              
>Mbre_XP_001742692                                                              
MDDWLRGLGRLLGLAVCRDDVLFPVPFPLALFKLLLGQTLRIEDLEAFRPTIVASVKCIGQMNELDDMGLTFSVDDDTGD
DIELMEDGANVAVTRFNRNTYLRLFVEYYLGRHLPLLQLVRGFHDACPAHLACIFSPGELQQLVRGKPDIDVQDMIENMR
VASPRPDAATLDYFVTVLGELTPEQCSKFLIFTTGNAVPPVHGFATMHPPLSVSGSHASLVDSLLVSHTCFNSVELPRYT
SLEVCREKVLFSISNVNAADLGRW                                                        
>Mbre_XP_001742384                                                              
MRVKKAAGGDPIYPLLIKFTGERVAGNSGSFREFMQRMANDLHGAQLSLLIKAPAGAYGRNKGKWIINPARFDFAVYKQY
EFLGTLFALAIRSDVPLPLDILPSFWKCLAGCPLSSSDLADCDFLLDTRLQELKRLGDEDEFDEYVLQHGLTYSMHTLLG
EERAVPRPAGASDGPHALLRFADRHAYIKAATHQRLLELSNPPAFEAMRKGFRSILPLELLAGLERMVCGYPHIDLAYLR
QHTTYASGLTPNDAHVEAFWAVLAEFSQEELRKFVKFAANQERLPADSGTDVHQPPLPMKIAQPDPDESQANADQRWIRA
ETCMFMLKLPRYSSKDILRTRLLQAMATRDDPLVG                                             
>Mbre_XP_001742047                                                              
MASPDLAFYCLCLALEVISCKAQRSAGRLLLSDSIATDIGVYWNMVQAQLSPHVFKARMAAWVAAQSAPALEALTFAIRV
TVNRQTTHTLAAEVDALLQLGQHIRNQVPAANLVCEAFARRINIKEAFYEYIAIIKRDQHTYLIPFRTDFLQHMFHSSAA
KAKTSYLAYPFIFPASIKRQLLRFQAAFEMSREFQRAFYNHALSLELDRVYRCAERQRPAQTPQEKALSSPYLVLTVRRG
HETQDVFNCLARHPQMYRRPLKVRYISSGEQGLDLGGLQKELLKQVWEDVSNPEHGLFIMHDDSRFLWFQTSLPTVPARH
FELCGILLGLALFNGIMLNLHFPAVFFSLLLGHETGLEDFASLFPVQAQSLQMLLDYDGDVSEWTQTFSIMRKTLDESYE
EVDIVPNGRNIEVTNANRQQFVDAMVQYYLHDAIEHCLEPFRRGFLGVCGCPMLYVLTAAELESLLVGARTWNIADLRAG
ATYEDQYTENHPTIVDFWEVIFGMTQEEQRQFVEFVTECLPHGSRMTNVMTATGSDREPVGGLGSLRLCVQRNGPDSDRL
PTSLTCFNRLLLPEYDNIDKLRSRLLTAIQHSKGFGLV                                          
>Sros_PTSG_00261                                                                
MRMQPEGTGNRHQYHHHHHNAHQQCHGSSNSIVLLADCQHMLVYDGPPLARETLERAIVFLWDWHVASFAPRKSEQLHVL
GGCIMKSTTPAPVTQELAIYTGSVGAVHDDLRPYCIVRIHSVSSTSRLSSSSSSYSSSQEARVSWRTDTGIVKHALVPLQ
HLWPYTSVYRRPKRRPLSYDAVIALLQHCTIAQCEDHVRLLLAGAAVVGERSVAHRVVRCGHALDATPLPISVAASAPRD
SHLLVVDRGHPMLYHEDSGALIAQDGSVLEEGRPGRLVPLRGWPIPAAFIRVPLALSSGSSIDVCGGTTAVIRELTRIHG
WCVVDAPDLSTVLDGLCSETTRKHTTRGHSGSGHDSASGGTSELVVEDTADADAGANSSSSSGNQRKPSAFERLMANGDI
GGAARVMRTAAVVQCIARALFTAVVEGLDTIVPATKHDIQTAAAAAARSTARRSEEDSSLDSGQTAAPPSHTPSSPCTSP
YSPSPSTSTPPSSSTSLTRSTSPASGEAWLPPVLLKLHHRARHHVVVLMPQPWPRAAYRARTLALPIDGAPIHQHVLTRV
QALRPFSLKQLRRLRRRLATLCESPVHTHAEAAPLPPEVQMLLARTGLSAASMQHANDDASDSDDDGDDDDDGGDDDHND
DEEQECAENVDDGSGGGGGGGGGGGDNNDNSTRPGHEDTAADGEQSTLRDVTRIAAREARVHMRKLRRKWLRDTGCGDMT
TYCADTASHSATNDSDVSSLHHGDDDDDDDDDDDWDLPCTLPNMVWTRMTGPEVTRANVYAPRHVRAQQLSFTQDQTLAT
ADGVRLAYRHASAGSIASDGEPVSRLTWVYTRIATADDDSITPAHMVQGKWRVVAQVPSARMPITAITIECDAVGRISGW
ATLFQQQTQQQHRGSTGQAPTANTALPPSTHAGSEQHGNGGGGGGGGNAQHQHLGVSSRERLLVCRGRRVGDLLLLLLEH
TYTNAAVAGLALRFHPEGYLQGTFTRGSMMEPLLLRAAKSMTLCETVLGSPFAFGAKMWRAILAAEMAKAPTSPLEDVGA
TGDRERGDANVALSQPHQRQVGQRQQADQGQHIDQKSAETGATSLQPAWPQQLANALLLVHVLLQRSEMHPILTYVRTWL
SRRPLAPSNFAQFLLRSPAPSTATKNGNATAATAADGTPALNWADALLPPVSAAQENDDAIYRESPNDRGGGGSRSNSHG
DDTSLAVVCSLDQVPTLLACTHGDLDEVIAVAATACPWLLASLLTNPSADVQLAVAEAMCGVALALPRVASAHLDRSAAA
PSSSQAQQTNWPSFSASTEPQANSAGHHRIEAQIALPILSVSAFASSSSWLSSQQMPAAGTPRGPPAPTATTATTAQLSS
ALPASPEVACARVTRETRPCRDWTEGLRRAHDTVRATYSQLVRFGGQTPLLAAAAATATQLLQHVLLGLPFPAALRVPAN
ASRRRLTFEDAALSSWIRFALHAGDGPLDGGTSGPQDWAMHSPYSHEGAMGVSEHTASNGSADGAGTEPLVALAAAAHDI
ITCTLLALLEPDPQVQLTPQVAATPRVPSAFLSSTRVAAAARNAPAATPPLTWDDDDRMTLSFAASAVRDQASGAWVVRP
HCMAPSRAHAIAFVQMLRPALCDVAEWLASGLNVLERYLDAGRHVDARAREFSHLVRGHAAGSRAGAATAGAAGAAGAAA
FAGGDGGGTDGIAAGDVSRHMDGISRVVPAGWRGCGGASSTSLLSVARTGRSRGCSLPSVSVHAYASHGCVLDMLMALAC
MHALHPALLREALLLPSPSLNRPDALTANHGGGRQASASIGGRERQPSSLPAGPASARQASAWQLTQDPYLALPLADTIP
VASSPQRLSSGGFDALFRVHSSAEPSFALSARMLLTPEAYSRVAEHCPNALLTIANGQYAHLRSRGHHHLAAAARLSTRT
ASLLAALRREQRYLQPLHVDRTRVLSQTMHALRGVGRTGAVEVRFQGEEGAGDGVLRAWAGLVSRLLVEPVSLTSLASPI
STSSVHLACLAYRNLFHTTPSGSFHVPNWGHGAHRTSAVAGPALAVLLGGTGEDSFGGSRQEGSARSRANTRAAHRQQQC
AGDTPLDEGSDVDGDDVQAALLLRYEDIGRFIGLCIKQRQVITLRLARHVWKLILQRPLRWHDVAFLDRDRYVGLCELLR
KAEHGSGDGNDGVGEDEVALYGLTFAYTWATGVSRAHVELVEGGDDTDVSSAVAFEYMRHFTLDVLSACAGACAAMRRGL
LSTLDEQVFATMSVEDIWMALNGGGATTVTLEDVLAHMAIVDRRTDSDDIGARPLARFRDMLVECLADMTQGELGEFVCF
VTGSPQLLAGNEEGRGDGGAAGARPTLAVHVQNASDRLPQAQNCFSQLFLPFYEEVDVLASKLRLAMQTQEFGLA*    
>Sros_PTSG_01216                                                                
MSTMLKGGETAGPKMGPPLLIQPKSASDLVKKSRLGVAEPYVVAKLTQVDPMVVSKPSMCGTRARTRHAVGLNPTWDDVL
QLNWKVEGHIDEHNGPHYFLLLQIFDRHRLGRDSFLGQAVLNLRLLPPSARSFSDTPAVLNIPLRPRTRKQRVSGHLRVA
VGYDLGAVGGGAGKRTTAATKRGQPESFSASPAATAHAQPLDLGFAKMVGHAEPSSATTHARDGRDDRNGSGTATGGTGA
VSSAEAARAAAEDAVELDEPSTDDAIEQRPLPEGWGTKTDRQGRLLYVNHKLRRVTYRHPLDIRRSSRRTSSGSARIYCA



QVSPHPRGDTGDASDTCEDDVFVQVEEVPIATTTTTTTTSNDDEHTRAHDASHGSSAGRGVNDVSSADGRGGHDTSDEQG
GRHANDDGAAVESSTFSVEDALPPGWVKSKTATGRVFFIDHNTKRTTWDDPRTHYRRMGVGENAVNLPRVRRLQPADSLS
DLGMLPAKWEERQTERGRRYFVNHRTRTTQWEDPRTGLPPSTADAGVSAIFSQAFVDKKRHLHSLIKRTRPRGKCDISVS
RSRIFEQSYSAVLGMSPDQLRRELRITFEEERGLDFGGPTREWFYLLSHEMFNPYYGLFEYSAADSYTLQMSPTSSVNPD
HLRYFQFIGRVVGMAIYHGRLLDVFFIHPFYKMMLRRHIALADVEVVDADYYRSLQWILDNDPTQLELTFEVDREEFGTV
THIELKPGGADIPVTQDNKEEYVNLVVKHKFVDQVAAQMDAFMEGLTAIVPLDWLEPFTSHELELLISGISEIDIHDWRA
HTVYLDGYTNRSQVIGWFWQAISSLNMQERARVLQFVTGTSRVPMNGFAELYGSNGLQRFCIARRGGRSQLPRAHTCFNR
LDLPQYQSYDELREKLLLAVENTEGYDGVD*                                                 
>Sros_PTSG_02009                                                                
MWWDSGEAGSGHGVDDGVVEVGGHGGHGGHAERGLGRHRRTVAAMARARAGVSAVSEDTTPRAVMNVLEAKPRRGWEWVS
RTRGGIPSLRRLSTSGVAIDDSKMPSSLTLVEPSKSFTAQAMARLFNRMVKEMVDVAGVGCRLLVLGAVPPPSDNDVARI
TPLEQAAEQEHETATTATTATMAAAAAAGEDEPEAKRAKKETPAASVSTAEASGHGDAAAASKTHNKAAAAELEQKREQR
RSMQRALLRAAFEAVETQMERAWTWVRTGMDALEAQLVSGMLQSGWQQREQYIRGVLHTALLQQLQQEQDRHHGGRRGGA
PAAADLFAHASRRDLERQVLSLLRGHSGEHAHTMPSLDVSQFPHLTFALDAIVYYLRARQQLLLDLGLTTPSRKDALPTF
FLRSPSISADGGVQEPDLSKPGAQSLPLAERPERLHPQATRTSLFGRGRAGARHEASRATPRALSMGRRTRHQLAVLPLA
GASSAQHNGDSSAEDTHPTKRAKVSSDTTCSGDFASLLDASSPVDRVSRPGYAMDVPLHEFAVSAVGERWKLSVNILSRL
FGQTVLRRMLRSLRGKARGAGLRFFVKRERDNAILTTLTTVLRLAQRANAAAAAAADVGGGDGGDSTGRQHLRTTYAPMQ
PPIGTYRPRRSAGADLLARLGIAGDDAHDSSATSATRSSVRQDVVDQLLGSLYDNMDAPGDYDFGDTGQPMYYETPSYSS
SSIPSILPPAVPPPPPPPPPQVAVSRRPPSAASASAMALRARRIQANAEERRRRRNANHGGASGDSGNRSSSTDAQSASN
AAGPAAAAAAAAAGTGDRTNSSSHRTAATEAMLSRLERRLSRWANDPRVRGQHEPPSASTRAATATTPWVGAGGTRRLDT
IPSEALTAPRSSLEAPPFAMPDQPDIAFEGELGEGVGVTRSFYTYLCMELTRAADLPRPNSTVARMLADAAFVQSLSAVT
PTEMEAIRRRLIHDLETLERESSGGAAAKAGAEALLAVAIRCAGLADHTDNAYIADMARGVVERCSSRGGLLAQVRRTTL
PSLLQTVGLVTPRSAGAGADGFDLSRLFWEPSKPGVVAPCPMRHPAKSNTYRLALLQTVGRLAGLCLLHEDLFPLKFTRP
VIKFLLGQDVRWHDLAFHDTALYDSLRQLLLMRETDLAAIASLSLTFEAALPGPAPAAAAGAGTTKGSDAGATSSGDGAR
STDGSKGVNEEAKQRTTVEQTPPPPQPQPRTVELKPGGADIDVTAENVLEYVELYARFVLVGCVEKELQAMRSGLLSVIP
PGVLDQMSAEDAVLLLNGCSEVDISLLKTRTKFRNETGDAKRFATMQKWFWQIVEGMTSEQRHDLLYFWTSFATLPATSM
GLMSDPQVVVRPPSDSLLPSANTCSSRLSIPAYSSKKIFRRKLLQAITTKAFGFV*                        
>Sros_PTSG_02656                                                                
MSSNKLAYWEAKGDLASSFCRPDHLNALWSKLRKNRVVDDDDASSSLLHDSRLSHSAIGWSNITPGELCDSLQEEHRARS
YFLTSNLSQLNPLHIALASKATFLWSCGPPTSRLLGHEGHTLKLVSGLENERFVQVAAIDHVLALTTRGEVYSWGSNSYA
QLGRNDDPIVPTKITRGFGRSSIVYVAVGGQHSAAVSEDGVLYTWGRGSYGRLGHGTSDDVAFPQPVLALKSKDILIATV
ACGIGDAHTLALSRDGVIYAFGDGDYGWGPAPATGGASGKLGLGSTERTRVPVAIPCDFDGTKVKQVWCGRQISACLTEG
GALYTWGNASGGALGNGESYGAVESPARILADHVIKSVTAGPSHIALWSGDVRSVSHSLSPFTPSANPALLEAFARLLEQ
FAGSDITQDEHATAAAVSTCCLLERTFQVASRNRLGDISSIRARLRQPLLDLAVGTRPCPDQLRTAARFCVLQGWDLLDV
PDNDRQLLLESITSIVFRSRDPPPTAEEEAAARQMLRTRWKCLMPMKERLRWLSRLLPESLASTQQQQQQPREQRSFDSD
SSTGRPESRDSTATASRPADQQGGDGAGSGQATASTTATTTATTSPTSAAAAATTAAAAADGGGDETRTGHQFMVSVIVN
SLFQQGVVEQAVNAFFNSPPSQQEQFLFQADLLLSSPLPSPALTPSGLGSARSSSFDVTAGQQQQQQQRQQQRASSSTPL
TPTTTTNMRLLTQRSQLSSQAETSVYSPTGFDESGSSSRIMSPPATGQLPPSTPRAVRMDAFEQSGGHTAVGLATDLQSM
LFLLNIFVTTMKTRTEQVAQRIHRRQDIPSADSDDILLKLCHRFLRSFFAQLLFEHDTVDDLAEDPPTAQPTDPQQPQQE
QAGQPGQQQQQQQQPASSSSTHTASAASRPTTTATTTSSSSAVDGDSTPVPGSATASRTASDVAPSTAEGGDEEEEDEDE
REEMDSGSSAAHRGDMDADGSASSTPVGAADASARVDMSMNSTFDADSNADVLSAPAGDSGSDIPAVPTTAAAAAAAAAK
GPQYSKGHMLGIRLLTFTLDLQHRVVEECVAREVAPDQVLEVCRSLPVAVLGELLVTLASAAKQRDALASCFVSEGLNNA
CRLLTALNQLLDAMPFTPEAVQAQFAFETKTMSSDTEAQALPSHTVLDLSQQLAFSISSCLVADCASEAMRLDVVGPSVE
DGVLENAAFSAGLARPSVLEHAHWQRVLDSQLSPRDASPQRRPSTAPTSMTTTPTSSPATTRAAAAGKKTRGGEEDTARP
GDAGATAAHMEVIEEQDGEANQQRVGDATTQPGQVEAQQEGEQDRAHAEGSTSTNTGATKPSSSASSRVASKSTLSVDVQ
HGKGKSVSAGATTRPSPVPGTTSTTTATTTASATTATGAAPSATTSSPTAVDASGDGGEGEGDADASTSLIDVMYSYAQE
NNLGLSLPRTHLVWRVTAASLVVLARHLGLTPYLQSVQTIRDVDANPLLAEVVKVAVLMQPHVMRLKQELRMSDADLRAR
THHICMFLLTHVQPTSSGVTSASASAAEAPEADSRWHQSRARVSVTAAPPLDPQALSTRVNLDSSEPFDELDEQGRQAVE
DLQSGLEGHDRETLAQNAPSHPWFMLNAPQQTSLRAIPKELAELIVSFLRQPFALREVREQLVARSALAQSRIKVLRRLC
NLIELPITMPVRYQLLCGLLDPRANPYPFMPLGRYMDGISCAAAAEKRELTEYHTRVMGHILELLQVSCSHLLRDLNETG
EASTLPLRMLHLCQNLLIQPHEPPALEQILTSDAFHALADVCFRVPSMVETQLHASQRARSAATAAAPTASSSSSSSSAA
RPSTGAPSSSASTALGGGAGSGDDSVAEGLALFDGIESIKVSTNSGMAGALQDPSPSTLWESNGRRGAHWVLIRTRPGTV
VHRLSITPASSDSFAPRQVVVSAGTDPANLTEVRRINCSQALDPNEDIVILDRARQHYPYIRLDVSSWGINVRLRRVSVQ
SLDLASLRAHIAGKPGNRRVGRRLFKYLALSASTCVDKLSDTALAELVEQCRVALLQGADDHKASMLAVFRRMACSTRLQ
VLFCATPWLDMLLDLFRDATTTARIFVLRFMAAALPGLASESSKSTDVRMLIEQLMRAVSDFTDMTGTPENEAVLVELID
MLRSLHSLPGWRDSLNEVIVQDLFSLPHQRERLQEGTYIREEVRGVLGTLTMVGLEAPRFRIGATCEHTLRGTGTITELN
ESTLKVEFHAVDDTDGPLVLSLADAEKELSVEVLRPFDFMVACNTGHDRMAFRTLLFEAFSSWPDHILSQKMQLEMLQAC
KLFFRTPVAFDLFLEEQQSATPKAPSSRSSSVSTAVGPLGSPATTRAGDVDKARSRPARRKKRRKHRRDGSARRTRTHSG
RRSRSRNASDRSPRSVDVGLPIEVEVGATDSTPPPTASAADEAAGRGNSSGSSSASSVGAPDSATTTTTTTTNTNTTTAT
ATGTTTAAGTGTAAATATSATSARRRDEDDDGDDDGPNGAENGSLSQTESDDSGSDTDSRTSSASDSSDASESEGEGEGE
EQVVDEAVAEQHGVKRSTSASQEDRRSVDTKFIETLLNWSVVPSPVRAEYDLPSVASVCSEVIQSFLANAPLRKPEIDMS
ACVEDGYDDVTASSNPAHIKDLLEKTHNTYWQSCTRQDEPWVRVFMKPNQFISVLRIYHDPQDASYMPKEVQVSVGPSAG



ELTPLPPVQIPHDSTSTVLLEGADRYHRVVQITIKQTHNGGVDTRIRRLEVLSGPTRHAQKKTSLEDLLAPTPEVALASG
GKSADSEEHEGGEGGGAAGGSGRRRIRHARHDSREVEELLETLMEHHDDAAGAGDGDRGEPASSSSPTEHGLRHHHRHGA
SHTSGNDAESHHHHHHHHHRHRQQTQEGIPEAAEPDDEAGYGETGEAARLGPLAAGGNNRDGGDGGGSSANTGGANGGGS
MSSTASAATGGRYSHQRPSDLVAGMFEPFQRRRGDASGTGSGVAASVSTAAGTGADAATAARGSVGGAGGERHHDDDDDN
DDDNDNVSITSETGSVSSARASASQLPLPVAFVWGANAGGQMDSLFSGAQDMSQVPKPKLCTLLPRGLQVAKMCIQKEGV
VVLGHNGALYASAHSGPLKRLLPHGPKVVDVAYGGYHTLVVTEDHRLLVCGTGKNGKLGLRDTRDQSSLVPVPGLRDVLR
VACGRRHSAAVTATGQLYMWGCNHHGRLGLGDQNDRYEPTLVPNLPPVQMVACGDRHTLVLTQRGGVYSFGCGDQGRLGI
PEAPHKLLRPAKLDFGRARMTRVICGCNSSAALTDTGQLYVWGTGRSYRLGTGSMTSHMLPIRVTDLASHKIVDASLGHE
HGVAVSETGDVFVWGSNDSSQLGGATADAAAPRPLLHPELRGKGLNRVSCGSRAVAVWRDAANAVPEEERSDQPFTEPMP
VPEDRLGRMCIEERDDSSVERIVEQVGTSPPLMALVAHLPDPEAQQKSVAYFLKAMRVYQARQLVTLWLSRGVHALEGVP
WGPDRLLLVLIDLMRVLSVRAAADEPCRVISAAIHTLCGKHSHLSRVLVEICVMETKRAMPSSNLAEDGMVTDEMLLTRV
CSLGLIRATIDCTISYSSNLSMLRLSHALASLWISNPANRVRQWVLARLNTLLHNGSRDFLSELRRLVHFREQESGHQQE
EAAAATTTATAALATEGAGARDTGVLELLGSSASTGVAASSSGGNGGGRDGARRAREQRHHHMQLEAQHQHQQQRRGQRM
ERGGLRGDEQPQEEEQQQQQQQQQQHGHLRQRRHPQQELRPHGGDDTVDEGALGREAIEPLVARGSGGGDRDGGVGDEED
SLSATETSTISRMGASVDASAADDDEEDEDLDTVTSARSSNGRNSISTSPHAADDTFDDSELELQTSSHSGFDDNRSNDG
RAHGVGSHHVGRSSGGTAGDGGGSGPHRHHQHHHHHHHRHSHHRHSHHRHSHGHGRHSQEHHGHHHSQHHHARRRGSGGH
GMSGSSSSATGVPSRRSAGGGHTGRVLSLSEFASFNVSGSGHLNVCELSLLLLHRDVSNCYFQLAHTFAQVGLTFSHRFD
YEATHRFLLQTRLHKTAHKPLFGSGDDEDELQSSVGSVLREFSHSLWATLEMQHQHETTLEKDGRILMRSDFNRVMCRVA
AGLDLPPGSAVSSAEKPSWFRVYCTTSREFNRLVDRRPFTEEFAQRIKAALEGRGDEEEPPEVRESLGYLDNGVYTAQMD
KSILHWKAEAPQELRLAYSKDAAPTVNMPRLTFQPLNEGHVKTSNKNTTVMMQSEASEENTWVMADEVLTSGMHYWTVRC
DSKGSARRYVGVGVGKPNAAYPLGAARILSEGLLKSGTSAIKIPRGFSPNDIIGVFLDLNRNMVAFDVNGHKRGEIELPG
LAPGEGVRPLVYLFYPGDRISFVYGLPLPACYRMGNDTRSLFAVAGRRAIVLRAAPSVDSSRLGVLPPASSHHRHPVVVM
AVDYRSNREGVWLRLANPDNKWGEGQCWCLLRDPSGAQNLNAVDKDMDPRLVINYTEEAPPDTQLGAAGTAAGKKVAQCI
TTASRHNVRAGPSLDAMVIGGIAPSMMVYYTSKVSEGGGVWLLLDAESKERVVEPNMRHLDAYVLFKGSDEVAYFKLEEP
PPVITEPPPAYPALHGIPVGQIKRRCFLLETLSSSVLSLASLIEFQSMETSGGVSLGLGGTQKSLQALQDLLLLTHKERL
IKAVISRTMASSTVRVTITLNRVQIHRQPSGVAGIYGQNSVFAQACRELRNADPSVFLAPNRCWKVKFAGEGVDDAGGGY
SESISEMCEELVNGSLTLLIPTPNKVQDSGDSRDVYLFNPAANSPAELELFEFLGVLIGIAIRTNNPISLPLAGPVWKQL
TGVALTIADLREVDTDYVTTLEIIKSLSEEAFSSYGIGGDTPSAKEGLTYQVLDVPRLTSATRDEYVRKALHLRLHEFDA
QVRAVRRGVARVVPLPLLSLLQPNELQEFVLGKQEFDLSLLQVMTRYKGLRSNSALAGWFWDAIKALTPVELSLFLRFVS
GRTRLPRTQADFEGKHFVLQALDRYEAGSSHADSALPEAITCFFTLKIPRYSSYEVLLKKLRYAINNCKAIDTDNYARTT
LPPGS*                                                                          
>Sros_PTSG_03834                                                                
MPRQTSAEALRQLSVQVRSAELRPRAGASAPDVYVEVGLDNASARTKTSVVRRSWNPSFPGIPKNKIGLVVDESSVLVIV
VKSKLSFRSDHTLGTCKLAVTDIPPGAAAGHQMDMRQTLKLNDEEVGKITLSVGLAGQSFSRTSTLPPQAAAPPQAAVQA
PPLPPGWEARTDGQGRTYYVDHNTRRTQWVPPPMPQQAAAPQQPQHSQMPPRSGSQSYPQPVQPTTVSVQPQTPTATRAR
LSSSAVTSDQFGQLPPGWEVRRDQRNRVYYVDHNTRSTTWQRPSTDMLQARDLYMRQRQHLSQAQAQHGQRSLFGDSSSS
SSSSAQQPPQQEQQPPPQESGEGPQQDVSSSTDGGDASTAAEQQPDDGLGPLPKGWEKRTTPTGRPYFVYHPARHTQWED
PRQGRSLVARAQELPLPAGWEIRVDQFGRQYFVDHNTRSTTFTDPRIKLLQEQNADIPQYQRQFKNKVSVLRYSYCPKIA
GRFTMTVRRDNLFEDSFRGIMSIKPDSSGFCNELKRRLYLSFEGEDGLDYGGVAREWFFLISHEMLNPMYCLFQYAASNN
YQLEINPNSGVNPEHLHYFQFVGRVVGMAIYHEKFIDNGFTLPFYKRILGRELTLKDLETVDPEYYKNLIWILDNDIDEL
YLGMTFSVDEHEFGQIKEHELKPGGADIDVTDANKKEYVELVAQWRLSRGIQEQTTAFLKGFHEVIPAEALVAFDERELE
LLLIGMAEFDVAEWETHTIYRNYDRRSKQITWFWEIVREFDNEQRARLLQFVTGSCRLPVGGFADLQGSNGPQKFCIDKY
GSADSLPRSHTCFNRLDLPPYKSKADMKTKLTMAIEETEGFGLE*                                   
>Sros_PTSG_04941                                                                
MDGGDGGGREGSSHNSSSNHNGSRAATQGETSDGRRSSSTTTSGRGRSGTSKKSKKTPIPPEDYSTFLKSCRLLTKHYVG
QYFLQYQEQDKASGKEPNPKDVACRAIAAVQGFGLQKLQSTRRGVRLEHITKHKGPELQQFMVECFSHLASLGHLFFEPS
TADSPLRLNWREMGDFYAQHAEELNTSAMKTAMKTTLARAKTILQSHDCVSRNNLRAIVNLLFLTVLGMSEEPEIVVAMG
RTLRYVFSPCANAIAHVLAMLPRELFADMVRRVEAALAIHVLSIPEPSVDYHGVVIHPMYKDRTTKCYLQLLDMLFISNL
RRRPVTIIQGVDFAGAGEVEVGASTPAGGDEGEGQGATKMVEDVQVEGDKQSGHDMDTAKDEEASTHAATGTASSTDTAQ
SATAASEAATATSGDGMDTSADTDNGEPGLANAASQRGDGRGGRRHAGDDDDDEGDGECNGDGGGGGGDNDEEDEEACVG
GTDAGQSGGYGDGDGDDDSSDTGGPTSVGSDETDESMDGVAALRRTSEREQEDMFDFNFDPRLLVSRKVDEPIKNAGERI
PLEDFVNEAISEEMDYLLDVVVLLQTQVYTNLGPVPSPRLSFSRSAPYVLSVDAKAQLFSQETTMLQNRAARAIFGAGMF
RQSLNISVHRDTLVRDTITQLSSLQISDPDALKRPLRIKFRGEQGLDEGGLKKEFFQLLIRELFDPKYGMFVYHEETRFF
YFSTSSLEAPDEYRLLGMLLGLAMYNRVILDVHFPFVVYKKLRGEAVGLEDLAEFNPELARGLKQLLDYPGDDVEDVFCR
TFSVESEVFGARQEHELKPGGKDIPLTSSNKEEYVRLYVDWILNKSIERQFSAFRNGFTSVVSGSKIIKLLTTKDLQQII
CGEEHLDFDELERVASYDHGYQRDSTIVKWFWEIVKQFSDEDKKKLLFFTTGSDRVPVGGLSKMAFVICKQGADSDQLPT
SHTCFNTLMLPEYPTKEKLEQLLRKAISHAEGFGML*                                           
>Sros_PTSG_05281                                                                
MDAARQRLLAPGGGARSGGRGGRRQRRDKHAASQGLAQDATDMASTLSFFLNAQRAMHEDSSDDHLEEEMMVSLSKRGEY
TSKKYPNTHPLVVQAAVEHARALQAHGTPLAELWRSDNFNSAGQLNRARFMQRLRTTVSASASSERRFVPTFEHVASDSG
NSSALRLLASFALVEMTTERAKLLGVAALGRLPTAMTCFNRLVLPAYPTEELLRQR*                       
>Sros_PTSG_05919                                                                



MFSWMKFRRSSALPDDVQADDIHKIIELVMDAIVKDNETTMRELVERNLIDDDFRIGRSKRSVIHLAASFGATNCLRLLA
KRGFDVNSKDIGQVTPLHLAARNGHKACVKALVADFHADTTLTDCNGFTVLHWLASNGRTQLLNHTLLLGLNCDVIDTHG
QTLLHVACHSGHAATVEQLIEHGIDVNAQDNNFMTALHSVCKFGQPVCASALLKHGAIQLLDKEGKLPINHALENGQKEC
VLLLVEHVPELMSHVLKYTLSTTADFETSLAVLKHLCTSRNSFTQAVVKETVSCTLLSGQKLLCTSGEFAEVVPSFRRLA
LLLSQLLAGIWNDDELKLDDMLLQLLDREVDTLQQRERQAASTEELAPRIMLAVRGMYQLFQARMAGSARECSGRFLEFA
QSHASAFHELVRVCPSALLEDFDFVLNHQELMKVFRPAVLQQPFSSRRQWFNERLSALHEQTATPHPDAPVLIVDRNNLL
QSSCERLKALDRGDVATPFAIEFRDEAGHGHGVKREWFALLSKEIFNPDYALFELSPDGQSYVPNINSSVNPDHLSYFHF
VGRILALSLLHQQTLPVRLSLPVYKHLLGLPPTIQDVAMFDATYAQSLEWMLGNNIDDAGLEMTFSVEHAAFGDVLEEEL
IPNGKHIPVTEENKRGYVQMLCEWKMTKAVSAQLNAMSGGFSEYIPPVLVQLFREEELALIISGETNIDVNDWRQHTEYR
LVGFDSEDEVVDWFWECVGELSQEKRSLLLQFATGSPTLPVGGFEFIPTSDGMAKFTIARTTTDHDLPTASTCFNLLRLA
QYDSKDELRTALDTALSYGAEGFSFA*                                                     
>Sros_PTSG_06634                                                                
MMTRRRRRTRTAARDGDGGGGNEKKEEEEEEEDDDDIGVNVTQQLAKSPARRRLLVLDEEDEEDEEEEEDEEEEEEEEEG
RDSEQSGETKQHLATTHSAALHDDTSSDDDDDGDEGSAGEGRIVIRRRSQRLQAKTDEKRDMWRRKLRSTRRSLIVTTAG
DGVDDDNIEDDDSDHHHSNHHSNHHNNRHNNHHSKAGNGGEGRRQQKPQADNSDDDDDDDDEASAPATLSSKSLPCTPSN
TTVSDRVLRWAQDVSVEDDNDATASPAGHATTTASASVDTTAAAPASPSTPSRHVAVSPSPSPPPPRQSQHRTSCRTRRT
LATGYSRRFGQREATGLRRTNNFITVFNAYNKDTYQHLDETSSLDSFIVDEEDDEDTASDAHDGARSGSDRGSGDDGGAD
DDGLRGNRAAQRYVQTDGSSSDEEGGGDRRTRLQQQQRRRRKQRARAKTRTGQGETLTRRQHARATHASTQEQSTPGRNL
RIITSSSSSGSDDDEAQQQNSREHDRHHDDGSNDGRGTVDGDDGVGSNDEGDGVGGSDGSDAVGDSDGGACGVVWTPRSQ
RLQRRRNENERARKRAKMLLTRQGRDIMLNSDDGGDQAGDGVVVGGATTPVATQPHASGRAVADAHGVGRVVVPQSLSST
AHHRSSRTRRRIIAAPDDDDDDENDDAVGAAVGGVGAAVGGVGAGVGGVGAGVGGARGGVRAITATASAAPGRRRRRRSG
VDGLTSTTMMDTALDTTPAATNADDDDDDDDDDDDFIVDSVEHDDVNCVCGATTRGNYDGLWVQCSSELCGRWQHAACFG
YKTKVDVPSRHLCHQCLARAEQLLGTKLAIPSSFAQRRRKKTVLIESDSEDEGDDGGSSSAQARCPTATPSSATGVTATA
ASAPANSSSTSTTTRAYTALDLFAAVRERDILALTAILDAAGVDVDSMDVSNNTKTPLLVAAENGFADVITVLLDYDADP
TRVDLSNHSALSLAIMNGYADTAALLLPLTADIDQRTNRNEALLHLAAGHASPRCLDLLFNGADVRNQITARDVDDCTPL
MVAALHGSPACLKKLLALEPSPADVMDNTSATLLHLAAEGGSPACVRICIQSLPSHFLNKTDENGWTPMMHAANSGKAEA
LQVLLRMGTPVEWRDREGSTALHLAALGGHTACVQLLIRHGHRVDCTDNSGWPPLMYADFAAKFECVMALMRPKPTQLAI
LANLLRKTDAAGRRRIEERVASIVTAIATQDEYYQYVNQFIGENIHLLDESLELFLRQKGLLTLDNKLKWLNRKLSQLRL
DLRAYASSVSCEISREDVFLSFWACLGDLSGDQLLCMDLSISFASESGILLGPLREAFSALGGSIVDDSRHLFRTCNESK
GLVVPQECFDTQGNPGAQPAGVEHKAAQLEFVGRLMGVAITRGLYLRLPMPRFIAALLLEECTPRFPDDLQDIDPTMVSS
LQWILDNDIDGAGLELSYSHDVVARDGSHITVALRQDIDKNAPVTDANKRQFVDDMTQFIACTSFEKEVAALRRGLFSVV
PRHLLSPFQPQEFLLLLCGQELLDVCEWRAHTRYTGGYKASAPPIQWLWQVVAAMSHKERSLFLQFVTGSAILPPGGFAS
LQGLSGPTPFTIAMGQDTSRLPTASTCFNLLVLPPYSNFQQLRDRLLVAVRFGAQGFTFA*                   
>Sros_PTSG_07532                                                                
MQRSKRHLLLLTEFFGGGGASCLLCVCVCAPLLPLCARYSARRVTTQHECALVWVQRQVLQSVKAYMRQQNIGSWNALLT
GDYLDVTSTTVKGVDHVKAGDVVTFRFSFFTVQGKPCEDITTAGFEPSIETPQNTSVTPVVEKKGSSIVTSFVPTVPGDY
TVSATMKGHQIPTSHIVIVTSGPACLEKSTLTPERETVEIFAPFALHLSIHDAHANETVLDPDMEVHAEVTPCSPPHKPS
SQYVETAVEVTGARTSITCTARECGVYEVAVHIRRRGEQHSLATRRALIVALTHKQMLQAQQRTSTTYWDAQFYRPRTKS
WCKGWLYLTPRQVSVRESWAFIFTSKVFAARISASTSTHVSSSALASCAHLGSAAADLKELMELSPDVIVLDDRKQDPLV
VKCPQRTVFLARYFDAVASLGLVSYEMKRDQFFRECKQKQGPPLVVRVRRLQGMEFVHHVREVTKRFGTKEWHADWKVEY
AGEQGMDYGGLTRELLTDVITALASSDVGMFSPLSENREAVHIAYPWPHDKLKYYRFAGKIFGKVLFEAQRRQTLSPVRL
TSALRSYVLGLHVSYHNFEADDPDLYLRKIKYIIENAVEPLDMTFTDEDEQGQEVELVSDGDNMSVTDDNKFEYLERLAQ
WRFVTRVDAPLQAFAEGVMKVMPEAALGLLDEQDLELMLCGVPEFQVEDLRANCRVSISCDPPSVLYVFHALASFSRGEQ
ARFLQFVTGQAGVPAGGFANFSPRIEICALEREDCLPEAHTCFNQLVIPRYTSLETCQRCLKTAITEGFQGFALL*    
>Sros_PTSG_08288                                                                
MFTIPTTTIVIIDNGLGNKKNCACRQHLARKQKAAAYRERVDAALSRDEGALPPLQLYEVVRMLLRVFDPAHDRDRFHTT
AKIILRGVFAAGSDSANALNSYFSLILNKAVLQGWIAQVKALMRVASDVLVNLRDRRDDHALAHTSATLLLTCLDHERWK
LPMDPAKAAVFRVIAGSFLTTLDKPHVFAALKGYLDMCLAAPKSRCQPPTMAVIVALLNRLLSSTKDKDATLNAFCLSMM
QVPTVMAEIKLSTFTAKEDVLQYAIHHTQALVGALSDDGNAALFFLGNTCSLFDAQTTIKHTDVQDLMSACVECCLNFTR
KHQTRSAKSTKSSSTSSEHPLLGWYRGHTARGHLDAMPRVLGQLRSLWSPLAVRTRFEDVWTETERLRGHNPKDGGLQTL
GKLTHQQPPSSSSSPSSSSASSSSSAKPSLASSATSPRPTAANATTTASAPTPASSSSSLSSSWWAPSALRLRQIFQMTS
SSHRFVDKAASERVARACAFYQSLYTTIKVANQEVLGAIAFNLDLVPRLWTFMHHIGPKGNMAVFMAVAAAAASGGLERD
PLVACLEVACDATRILLTVVDDGEMFGAASATGGTGAGTTGTGSGPLSAEHLILISAFLNRFMYSVIWDHGLSLSTMAKH
SDRHHHARATTLLRSCTRLIRLIRDLDDRQQFAPQNHWLLKQARPRTITAQYIKEATAAGGGGGGGSGGGDAAGDRAHTL
LRFLPHLVPFRERVKLLRQLLDHHRQRYLSALPQFRTDPMAKIRRTAVLTDGFREIRQLGPDALRDNVRVVFINEQGLPE
AGIDERGLFKEFLEQTLKAGFDPEFGLFTATPEGNNTLYPSPTSSVHENHLQLFEYLGRMVGKMIYDGMVVELPLAPFFC
NSILGISNTLRDLPALDPDLARNLQFVKTYEGDVSDLGLCFAVDDEVFGHHVTVPLRPGGSAIDVTNDNRILYVHLLADY
RLNKQLDKQNQAFARGLTHMVPRHWLRLFTAPELQRLISGDNAPLDINDLKRNAQYIGGYTASHRMIKWLWEVVGRDFSR
EEQQMFLRFVTSSSKAPVLGFATLQPPFTVRCMNEGDREEVVTVGGVLANFFSRGTDTARLPSASTCFNLLKLPTYKSKK
ALREKLRYAISQGAGFEMA*                                                            
>Sros_PTSG_08781                                                                
MSDESSGCWNFVFARRARRTRRQQQQRRRHHAPSSRQPQPPQQDQQRSRSNVSLMARLFGRTRRRVSPPPPSSSSSTTNV



ATASDVDTHAQREPNEAGQPRLGTARPSFMPAPTAPPYSDSWAHSPYNRPPSRTSADATAHTDSDGLATTAMMAGTATPP
ASLQELWPPNRRTQDFTGDTIDVPLPGEHTVRRGGGGGTRSRSRLSSSGDGGGDGEENATRIEINFPDVLRSHPGQNPAE
ALRQHIVEAIALALLNQQELHNARFEAKRVELKLEAAMLQWRLAQLEHRYDTLRAIDLLMKETNTTASARPQPQRMAELE
EQLVLLRHLHGIAVLEEQLVVARYQSDGSETRRIQDQLKPIMVVLDLAQRGIVTEQHKQVERERFSDRLQGTLDCTPAPT
NIDQLETELRCQRFYVACLEKRGSGKLPIRVHRADVYSNFKELARTKPASDLKSRLSVAFADEEGQDFGGVSREWFGLLG
HDCLRAGLACGALKQVGGGGGGLVQFMPNPTPSADVLDYALTLGRVVGLALFHRKTVGIRFTEPFIKQALLGADVELSDL
QSVDKEYHKNLQQLLENPGAEDLCLDFTMTNEMQDGTVVVSNIIDRGNEVDVTDSNKREYVDRLLRFQYKDGVRQQNAAF
FRGFTEFIPASSVRQFSAGEVISLIAGSSTIDVDNWREETVYEEYDKDSQIVQWFWEIVADMSDEQRNDLLRFSTGCSHI
PIEGFKGLQGTHGTNKFTIAKAGDTRYLPVAHTCVNRMDIPEYSTKEELKSKLETAISETEGFAIV*             
>Sros_PTSG_08925                                                                
MSTQSVPLLWSPQTAHRLAGNLTQSRSPTPSRSQMHQRNLTRDPSKRVDDDEEIVQRRRTVSDAAQWLRAKRQSDLHREL
LPASAKGARRHALTHASGSTSKFCAVCSRVLWGITRPYRCSECGLEFHRACEPMAPACLGRTGSMVSLDSPSDGPILDQT
AHLLRVCIASADSLARRSLFRVPDPFAIVHMDGERFTTAVARKTFAPQWMTERDMYVTASSTLKILVFDARKFEEGRWNG
FLGTAVIPAAAFIDSTSLGDGATKVLTFRLRKLKATDVVTGTVCVKVRVLRRNVDLSKTAPMTTPRADSPRTMARCDRPS
CSDDMSYTLAVFTATRHVPDIIYTGRDREHTAIGFVPGQELRFVVKQTNFYGSSDYSLPSDTIAFPQASESSAGDEESED
RIHCPFFMAGFCPRGDRCPFYHGDGLNGDEVSVALAAVSMIENEDVQLMAALQASLEQSKQAQYDASKQSHFQRTFHEKE
QRFRKKLPEAKGECNITVARADLFKTSLFEITRIPATKLRQRLMIRFHGEGGLDYGGLAREFFYLISGEVFDPRLGMFEY
TSSNYALQISPDSASSDDHLLYFRFVGRLLGMAVFHEHFLDVTFTKSFYKHLLGLPLTLKDLQDVDPDVHRSMIWILENT
VTEDMELYFVADYESFGVMKQHPLVPGGETVKVNESNKHEFVRLMVEWRLCRSCERQLKAIMAGFYAVVPLSLLREFNEA
ELEHLIAGSRHYNLEDWRAHTEYKGYIETDPVIQWFWEIIDSYSPDEQAEFLQFCTGSTRVPLEGFQALRGSDGPRKFCI
QRLDDLTRLPSAHTCFNRLDLPSFPSKQMLQERLRIAMWGAQGFTGD*                                
>Sros_PTSG_08952                                                                
MFFTGDHKKRKVVSLGGRRQQQQSASDARQARQARQRERKQKEAAERLQEWWRQRYACLQERQDLQRELDSLLESKLDDD
TAVQRALLLIAFLGSRGRQDDTTRNRCVLTCPNFRLHHHSSYSSAGSDTTRLFFHRLLTQDLPQSLSHHPILCGLILHTL
ERVDPIDMPTSLPPAKMLALCENLTHAVEAKREHVTADAFAAYAAASGSCLSALHPHILSAWAHATDDDDNDDNADDDDD
AVMDTTQDDTQREAAPTTTASAARASSASAARASSATAARASSATAARASSPPPPPSPSPMSVRVRAAAVFDRVLHVFSD
TAILRTLVAFLQQRQQQQQQQGGGGGGGTMDVSKDDGDGADEQEERGGEGKVEAAKPEEGTTHSAKQQHQQHQGAVARKK
ESSGGGFDRAAVVVSVYTQLVSLLRSSTQPEVKAKLTQMLTQLSAHDAFVSALWSHSSPHVSSLAALATADIESLVRWSA
SPPAAALTLLCDIIHHHFVLVDDADFWAQVSTKFGSEEDFKFLLRSSRDVCANLFLSTAVDTSTPRQVELLRRSLARLLR
AMYLRDDRLQYLGRDFWTAPALTNSVQSILQYLTAEHFERPEDDDEGAEAEEGDEHDGDEDVDVAAMSAMDSGGPLGMLS
SVAPPGARGVGDPSRTFRRRRLDPDQRAVVIRDLLREIPFCVPFMDRVSIFRQIVASHARTGAFRYAGRQHLRVQRGRMY
EDAFDAFSSSPDGGWSQPPSVTIVDAEGLPEAGIDGGGLFREFLQQAIKEAFDPDRGLFRTADDGGAYPNPDIHHIVPDA
AQHFEFIGKLVGQALYTGMLLDLPLAQFFLTRILGKRNIFCQLASLDQQVYRSLAMLRTMSGEQLADLDLTFSATQGPLT
GHRVVDLVPNGRNLKVTRANVSVYLVHMADYYLNRQIERASSSFTSGLHSVIPPEWLELFGPSELQMLLSGTQTDIDLMD
MRRNTHLTGGFHDAHPTIVMFWRVVAAMTPEDRGLLLRFITSCPRPPLQGFAYLQPKLAIRNALDPTRLPTASTCVNLLK
LPPYEDEETLRTKLLTAIRSNSGFHLS*                                                    
>Sros_PTSG_09499                                                                
MSVAVWGATGAGQLGIGDADGTGKTRVTLVPSLEQELAFVATGYYHSLAITRSGTVYTTGKNDRRQLGRSGDEHKWARVT
PLETITAVAGAVGLDFSVVVDSTGKVYTWGGGERGQLGLGREAMETGSRVPRPVKGLGNAFVISVACGTRHCLALTRDGR
VFSWGEGADGQLGDGQFVSRHSPEVIADLRGKGVVSVAAGSTYSLAVTGADQVYAFGSNSKGQLGVGDTTARFRPTLVRF
LDGKQVCHVTAGDFHTLARTRTGHLYAWGSNQWGQLGLGSEADSVAAPTEITHILEIGRVLEVSAGRRHTVALIRTVTET
GAQATVAVAFGANNTGQLGLDPDHPASKRTQLFHPVRLKRISSMHPIKLIAGGNHTIMIFGEQHTPMDTSEDAAIDGTPP
LIEDGLADGNAGTSTAARAEPNADARPMSRGSMQFLPKTSPMLRRKRSFPPVKPDQHTPHRACAPALCYLDPFRIEKLQA
TSTSALITQIELFFSSPACLNAAFVHYERIAARHPRSARPIINMELVRLTYEALMRAPDECMTAVERSIRSLVLQVKQNN
LTVAADFAFVLVLFEFPFLLQASQCSTILGALVQFLAPLPDDIKPAIMEMYKDVADSFFFRAVKVLQNYLTLLETTPSSV
ESRLFTAMTLSWMHAGNERLSIIRYDTFYNETIGSTKEKMAALIQWMRAPSNVFSYCMFPFLLTPAVKADLLHDGNIAMM
ANQLAVHALMSGQLTFLKLTIRRTHVYEDTMKQLNEIPMRAWTLPLRVHFEGEEGVDEGGLVKEYFQLILPKIISRAFRP
LARDGVRWFWFSTPTAERLKAYHAMGLLFGLALHNSVLVDPLFPKVFYKMLLVDLSKGDALTLDDLETAAPEVARGLRQL
LEYDRQDERDVFGLTFEITVEEEVEEEEEQRREEEETETRSKGGNNGGGSADAGSEKAMDTSEGEATEQQDDGSAKMDGE
RAGDEGAGEMNTAETPPPDKESSDEQKPNGTQETSSSSTSQTPSSTTPTPTPSASKPRKMRTKLVTHPLKEGGEDIPVTF
FNKEEYVRLYVNYYLYERCAPSFDAFKQGFLTVCQGTRALRMLRPEELEVILCGNPEWNLQDVEKVAKYVNFSPDDDVIK
WFWEVVHELPGQMKKRFLAFLTGSTRVPVRGASAIQIIIQKAGTDETRLPAAHTCYNVLDLPVYTSKERLKEKLLQAIQE
TEGFSLV*                                                                        
>Sros_PTSG_09981                                                                
MFRSQLNPYLQRQHQQQQEMLQEPEPDALVDACDSVRVFLADGFSTFASFVDFVLPTQDDTIQEDFEGLPELFQDAARIL
TTSDNLAKDFGELVAYKRAFLRQVIMLPPEDALAATETAPTPFQASGATSSSAPSNVTHAPLAELTLALLPPLLESQSAV
DSSLIKSTVQAMLNFLKSLSPQGLKGVPPTALLGLENLLIRWLSTERDVLDKVGVKLEDIAGAVVALSVARDDLNSYVDT
LHLIVNSIDCAVNLPIGEYLEHFALNQPRMLPSTFLQSRGWTYANPLQKDSGVTIKHPKHRHPLQLTTRDSGWNCDGPCG
HKSSKSPFIMPRFRCSGGCDYDLCMYCVAGVYCRGNSMVAKDGYLYVTDSRASGIYKLGSGACGTASAQIKQSQSGSFRG
YAAFAKELLLFFRVSNHRKGCLADIYDRVTLKSIGSVLRPKDLSSEEDGQRRRNVLHVAAAGDHVYRISFADNSTCCDIV
VEQFAVDADDFTPHRVECVIKKGCIVFGSDLYHGVPNCGPVVTQASSSIHAVTGDELISIDGTRVRDTEHATKLLEDNAT
KHAVFVRRAIPSRLVRRFTLTAPSDPAAAAAATANMLACIHGTRAVGGGPNGGGGAAATSAGNGPAAVAGPWPSESMFEK



LPCGLPRVFAAVGTYVVTHDSLILYNTLFPSRETLGFGHRPDQAMDTGRVVSHVFDLTTGELRPESPYPTLYVSPTNPLY
SAKHAQLLACLDADVDCTWTLCGDRVDCWRNTGLPLNIRLDTSPSYVVDLLRSSSCHITAVKRVFCQSVCASCQQLAGFS
KDEVAATTLPRLIELLEHFLQEGEHDCLVFILLALAQLTPDLSSTEVDQDAIAHLKSLLFKCLGVPDRPDVVRAATNVIS
TSLVLFYPLLEDVPTLVRELVLPTDLPQHVRDAMRGDVLGLIEGVPPLDLPRSLVELLLQGLDEALVQTEAAIADVKRGV
HDHVRVNEATVGGLALIQYLCNAAHAAQHSRADETHDVEPAEHQEQQGDASTEQQQQQQQQQQQQQQQQQQQKTSTEAEA
PLTWSELQRKVLLSTTDVVVKIVTKARAALVDIKKQQRRLAMASRGSLTRDDAIKQQQDSQQQQQQQQQQQQESQGLSSS
AQGSPATRRRAASAGGVHDAAAAQALEAAARGVVDVVKCTAGTLASLVLLATDEPTQFDEEQLKALREVSLHFHAFLALT
PEVDADGSVSKPWEEKIVVESQHPLPEAYRFTKTISMPGAQGLVLHFDPRCSSQYDYDKLFIYASPTPSGARVASFGGNH
LGYGGGGGTWPRQPVRVPGNTVTLQFEMKSAREAQTPPEAMWGFSVTVAAQSSSASSSSSSASEEGKSTTAMGLLADVQL
ALLNRIVVIVETLFGVPPAEAVEDHVLGLMPANLIKSIPWEALIRPQQQQQQQQQQQQEQQTSGRPSPASAASGWMQELH
EQSDARLLSLEDARALRTKYGTSDLLRLPRRIQQAVCTSEVDRHMLTLLLDQVGARHDVARLLRGEMDDYLRWLADFLRQ
CFQRISTFLRRLVSVANMEQQWAFALESAVEAGAITELFFFSWQHEVQSKHPHFKDLANLGLLFCPKLKGAAPDALVDAL
SAEFKEQFEGYMAPVREQQRKREERKREKEKAKKEKEAKEAAAKATQQQQAQAEGQEGQQQGAQAGDEQQRVERETSNTA
PPSRQYSQSVTPQDVGGGSGQQADAPSPSSSTRSVSRSGNNGNDDAASNTENTNHDDDDDGDDGDDGEGSGNGGSNGRSG
ARQGMDVSDDADDADDAEEEPAIPTPEVDLTLRRSQRFSEAVLSRCKVLLALRSKDEMDVTHALETQLVTEASDTMMNMP
DLERLPSHSSTAMATGSGLQSPLSRSLSLGAPVAVSRTVSVVTLEQPAVSPQEELFQFAFGGVFASAQPLCGDDVLKVVL
AHQTRATHRVAALRQLTAVLKEYTGKNASSRDITLHYLVQRLVRLLQATHHTRDLQLSGQTHTYTEEFGHLLKPLVALMK
KSAPSFKPALGLAVLPYGPPDVKVLLESGFMDTRLFNVLAHFLVNHFAVMVQALRASPNVRPDDVRVTSVSEVLFLLDEL
ADSHLGHAVLSHSSSSCALLSLMLSSVCTPRILDVVVRVLAVALPLLRVDEQLVSHLKEMGHADVTPKTARSVIVRTLLE
RLGDYATPPSLNTGMAAASPLTLKKAQSRAMSTGDDNQPAPASVSTPTPSAARGGAESPSTPPQAIRPGPDDDGSSHGMP
NVSALSATPGTPDAAQEGMLVPPHLRGTSSSLSVETDSRYSDNSSMYLRDSADDEDTRAIMQALMREFGGQDENGGDGAN
GGNDDDDDDDGDDGDDDDNGSSLVAESDARSGLGVDVMELVPPPPRVEMGGEDEEDELLDDEEDEDDMIEDEDDDFDDDE
EADMMFVSNDMLGEDEEVPDLGGYDDVDAEEDEAEDARRMHEEMALRHRIAREMAEQQQQDTTYVQSQNEDPPRAIQCMV
GAAFARCLEALLMQGANEPVGQQAPEGVGATKASQLVATSHRLLAELRTRACMALGARLKSEASAHEFVAQGDRALATVI
KLAKEAQGVAGEPRAVIAGKCSELRRTFFEKDRPSIHSAAKGGAAPPTLLHWDVNQRFPELSNIVFLSNKTAFRVVAGRN
APAESRNRPVTVFANKPIPAGCECFYFEVRLVATDRRPSDGPLMLVGMAPPATDSSSTWKPGAVLLDSRGKVHHQRSPAS
TNEFNVDLNLSIGDTLGCAWLGDGSSIQFTHNGRLLPRRVQGLSNNSVPVVRVFGGNTQVEANFGLSPFLFKPEQLLSPS
RTASDEAGMEHSSLFGLSPFSFEDDESAPVNTAHRHSVDTRPVAVSSKDSLPSTEHTEVLSAVHTTMIGSTTVGVGEDEE
EEEDLTEKLVKAWEKDIFPKISSRFRNSQERRSGFEQIRGALLMGMADIARMTVEGLYEESGGMPSDLTFPTIEDMKQSV
SKVEAKELKPGMQVKILPHSDRHGYEVEGMRQTRGLLGTVVSVDSSVDLAQVDVYVPQEARLMHWWYPTAELERADGENQ
REPITLETHQQLLLAESQLTRLYCRNAVVKLAQHALLGKDLVPRHVALRLRAMEQLRPSVPALCYLREWSVGAFFGRDAT
GMTSTCQPHPLSPDLMQELQLVVKEQDVFKHVCAPLLHAAEGGSGAGSDAAFRVAKLAVEVGRKTFDVSFDDACAVVVSV
WPKDASGSVLASPPSVQDGPWARFYVGSAGTGPQFAVYPAPQTCMRTPLPYLLFPASRRLHVRTTAQDVHPNAQLMVHGV
PEDLPTALAALQLCFRESASDMSTKFVAKLVKGLLDVGLRLEVGPALQELVLATAAVVLRSAPQQALEEAGVASRLHALY
KELCTLYDKRSTSLNACAHSTLFQVVLQVVVDACTRFGANQVVTGKAQATSLFAASDSSAGKSSSSPSSLPSASSPSSSS
SSKAGGPTVVSLPSGSKVSFGTASSSSSSSGSGGGGGIGSGPASRSRRRPKRGAAAARGGAGRTSTASGGVGSRSPASSA
GGAATTPGPAGSGSQGGSASPSTVRARFGSAPFPSAAAQQAAEDLQQGPEWFAGVRQLRAALVALGDDGSRCPRLLFERA
WSAAYRGYQPLSRRHQFSPGLGRDLAHSARAAGGVRNGFVRIFSYIPPSPAAATSGDNGSERASTSGNGNGNGGSAAGDS
DNNRAQVKGAVLELWEAEDVARCTQRLRSTDLLSQSGASVSSLEGVLNEVAIAAAEGEASGGSAARTPELGPLCKLFLRQ
LYLDKEGNLQPAFERALLSLMVADTDVMSAKTSHKGVPIAGILNASSFEFDTNLPVGTSGILRTFFLNAGDGSKKDLAAV
LKKHSAAAEGSGGSGGGDGGDGSKRGVATGPGNGKHFRPTHLISYAKEKVETDVVALVHGMASVGFDMHHERFRDVAKCT
AFDNMCQAQWTHASDLELGRLMWERSRVCGRLPTELSVAALCIEQERSLEFSALGHYPTKVLTLRAAMLQELNRLTGNAL
PMIDLRSPRAEGSLAWHLGQSRDLIFPSVYRTWAGHVVDDTAARVDLSKGPEIVLDPLETVVDADAAERGARTGGAATTT
AAASSTAAAAAAATGAGQGQGDDDPQQQQQQQQQQQQQGAGQGRQVAAVPRTSHHPHQRVPQFLQAAEQVDAINPAELRV
KLAKGGDPIFPLIVRLTGERVAGTSGSYREFMLRMSHELQDGTVPLFMVCPSSSMGRNVGKVLLRTAAPTYQQLHSLRFL
GVLFAMCIRSDVPLPLEALPCFWKALAGVSLQEEDVHAADSPVGNVIAAMRACKTAGEFARQADAEGWTFSVRTVTGQVV
DLKPPAASLQQYQQQQQEHQGPSRKAPRRGQSLEGHTVAGSSSITTTTTTASSSQGSGTTKPMTATTTTTTAATTATAGD
GAASSARVTAMSTGGAAGTEAGAGLHGRHVPVVFEDRDEYVRQVLAFKLQELSCSAHVAAIREGFSTVLPLEVMLAQSWQ
SLELAICGVADVDFEFLRRHTTYTSGLCETDRHIVYFWRALESLSQADLRKFIKFACNQERIPSPYPDMSNGTMVHIPPY
PMKIAPPDDSRFGSSDHQLIRAETCLFMVKLPQYSSQEIMTERLKQAISCRDDPLSG*                      
>Sros_PTSG_11480                                                                
MFKPIAGNTLIWINAHTHEPLRSFYYFGVLVGLALYNSVNIRLNLPLAFYKQLLDRRADASDFRAMFPDLAHGLDQLLEY
PGDVETDICSTYSVSDMYLGEAIEQPLIEGGNDIVVTNETRQQYVKDYIEFVLHKSMEQQMGAIRNGFMAVMAGWAVNLC
TPAELQVMICGRDDIDLSTMKPSAAYIGYEESDDTIQHLWRFLDSLDDEGKRNFLLFVSGSARVPLGGLQSLHFTIQRAE
HTNFSRLPTAMTCFNRLVLPAYPTEELLRQRVQTAIDNAQGFGLV*                                  
>Sros_PTSG_11742                                                                
MWRKPRAADVTISGSSSSSSSSNSGANSGNNSGSESVSSRTRSRTSTPLPPSGDAASDTLPPPPPRRSSRRKAKKATQPS
EAATSATTSKKSTSSKASSSSSRRNKGQAKRKAVATSEWIEEDIDTADTADTGTTTATTADTATSSSSTRRSRQSGVSQR
KRAKTQSFMAGLPFHQIFGAPLMQQRGGSSGIVAGLKSGDFLQKEHALDTLNTKFLMEPAEQWRSLPFEEIIDALDAIIK
SMSPEDAHLASRAARAASSLLEARPQTASIVAKLGPAIMFRFQQMDMDFTEAGLACLKRLAREAPTEVLQLNAVPTVTMM
IDFFMGASQKDAIELISSAADVCDASTFPQHMREAVSGLTQFLRMFAVRDPAVVEATCVLFFKLTRNLAASPEHVEALAS
DGLPAVFVQILQTKPLPIAREGLTAVLASLALMARSSTATAVALVQDDALLPMLKMALTDAKHRSRRAGSTRGADGTGAG



TAGADEDVGVDDEGDDDDDVAVVEGGAEDTATGASAQQGQGQEDEKQENQGGAGIGMQLRANQLLHVVALIRHLLPPLPT
THPFHTFTRDVLPTDDEAVWEWRSGASTWRPYTTAATASIERAYATGAPSVTITVGSQTFVVDVQRMRQINLSSHGVREV
RRTERPAPPPPSGDALHKHYAQHPAALSSMIVELIRPLFELYLASARTDIHAEFAHTLVRMVHAATPPTLVESLRSVSMS
NYLAQMLHSREPVVVMGALATASCLLQRLPDIFAVHFRRKGVLHRVEQLCKMRVEVVAPTPATPGASTAAAEGGSTPSTP
AAATAATPATPSDALSAPSPHAAMLSLQRRNTAAAREESRNMRRRARKQRMMQAKKVAYDFAREAFGDVLASTEADADID
AIISAVKAATSELRAATSPFDQDKASAALTKLSDLCSGNADGMTAFEFTHYGTAHALATFLTVEDDTTPHRLALFAHLFL
VHDAAKLHALQRLLDLVHGALNLNENFESSGPTKQQFERRNFTVRVSRAADEKNLGSVDLNLSVPSTVTVQALYDYVDKH
LKQARTGPDRLREAHRLLRRHTEAQRRRRQQQQQQEGGGGDDGGEGTRRRSSRRRGQQQPALGGADADAGGDGDEDTTGS
DTTRTHARRLRRSARRHGARRGGSNGNDGGDEDAGLGSGDAASDLLSAIAATLRSRGRAPGNDEDNEDEDDDGDGDVNED
GLEAEEVLRYLLGGGGEDEEEEEADLEAQEEEGDEETPADAPQKVVVDDAGDDAEGGADADDDDGHGNAGDGGASTGSNA
STRARLSRTSRSRASRLRHQRLARSDSGQSVLRISAGDDWWKVIAKGFRNKNALDLTLNGQVLPWNYSMIQAVRELTSAS
RPASRSGSRTPGVDASSTGGSDDMPTRVHVKYRKASARSRQVSVQSLRPDSRTGGAGIGGVGGGDADGAATTLDLPAAAT
SITQAEEVADLLRILRVLHILATDGVRWIGAYAAAAIAISPAAFINRRLAAKIMREVANTQALTSGTFPDWVTDAMSCCP
FVLSYDQRVRFFRYTAFGCALGLRYLTGDAGEGDNQPLAQSKVQVSRKHLLASTAHIMHLYATHPTELSVSFVGEVGTGI
GPTLEYYARTCEQFQRRDLNLWRDSSSSSSSSSNSSSSTTTTTTGSSGDGGDAVAKAEEADEEKKEKTKEEEKQTKQEEQ
QQVREGGDTSATAGDSSEHEFVFSPQGLYPKPVHALGEREGYIFELFGAFVAKAMQDNRPLDLNLSPAFYGWMVGAPPCT
LADVRDVDEGLYKSLVKLQAAADAKKAVDNDTSLDAAARAEKLAAITVDGCPVEDLCLDFTLPGHPDVSLGQAGADTPVT
LENLGEYVAAVVDFTLLRGVRDAMTSFTAGFAAVFDMRTLTLFTVEEVRTVVCGSRVESWDYDELRACIKAEHGYDSSSP
QVQQLLEVLVELDVDNKRKFVQFLTGSPNLPVGGFKALKPPFTVVMKDAQGLSPDQVLPSVMTCQNYFKMPTYSSKDVLR
EKLLMAITEGQGSFDLS*                                                              
>Sros_PTSG_12263                                                                
MDGKLRISVTVVSAIGLRKTDFFGTPDPFFLIECGGVKYEGKPAKKTLSPVWNQTFRFDVKPHWTLVLQVFNWRKYMKKE
KSGAMGSLHLGLEFLPQLVQAGGALCESFPLQSESSSNASCGHVFINFEVLNMQSPSGGRTRSNQQVQAPKPRLLRAASI
EAQMLAEAGRDAARSGRGQRYTATSGRSGRRSGPAASTTTSPQTPTTPTTAPASGQRHRSESAGADVFLSSSPSRRHRST
SHAVSASRTPHTSQASPHTSRSPPRHTRAQAHAHAISHAHAHAQSRTRTRGSATQSPAASDTTATRAGSSGATGAVQRLR
SSDRGGRRSPRGSVGGSGTGRTDAPASASSSARSSARRVGGGDGQGSVDSDRDGVVRQTSRANNSARSRSSAGSGASSSR
NPNTRLRHRRRQLPEHRRSQHLEILKLLREPLPPGWEARLAPSGQVYYANHVTRTTQWKRPEHDAAEDTASVNMSDTSAL
EDYERRSILMEDVDQLGLDEEGFGFPGIDEESTTDLFEDEDVLPSGESTPTHQHQQQRQHRQLSGGARAHGSPRSIHAAV
TSTPLRTRLREVERDAQDEGRQQQQRQRHRRASGSRERGRRSGGGGDAPDEARTPAQQQQQQSRQHQRRMMEMIESSDVV
TPRGYGAMTLATASSDRTSESISPVSGSLSTQRRVSSSNDASTAAASTTTTTATAGSAHATSLPASTSNLQRHQRRTTAS
SSALPAHTRTSRTPSASSPLASSSPTRQVREREGSPVTSAQQQRHAYDSQVSAAPSSRLHVRADSALQRETSPARLQRQQ
QQQQRQQRQQQQSSASAGVGDAVVSRSQHAENRPRTSSQTRPRPHADEQQQQQQQQQQRRRPQPHSPSRRHPPATTASSS
PSLSVAVSAREGNHSSRARQAAGPVDVDSGAVQPTTAMTAGAATTTSGTGATATAATPEAQVGAEGTAGSGELARGVDGN
RGAVHTSDDATRDSDVEDIGGGDGSDRPARTPPPPSPPPGQRQRQRSAHTPESPNPLHRHWSEYVVEEGLGEFPLGWEQR
FTATGVVYYVDHINRTTTFEDPRLAVQERRRQEALTHEAQLPRYKRDLRRKLLKLRHLFAYIRQKDATRYGEVVDGQHRV
KPVDICVSRDNIFEDSFRIIMRMTPPQLRARLNIAFFGEDALDYGGVAREWFFLLSKQMLNPYYGLFQYSSSDAQLLEIS
PNSSINPDHLSYFKFIGRVLGLAVCHGHYVDGAFVMSLYKLLLGKDVGLSDMEVVDETFFNSLRWMLKNNITGVLFNTFE
DEFEAFGMLETVELKPGGSSIPVTEENKREYVQLIVHHRLLRGIEEQVQALREGFNDIVPPAWLEMFDERELELILCGLG
NIDVKDWADNAEYRHCDSSHQVVKWFWQIVESFDAEMRARVLQFVTGTSRVPVTGFRDLRGSQGPKKFTIEIVPSASCTS
LPKAHTCFNRIDLPLYQTFDDMETKLLQAVENSIGFGIE*                                        
>Sros_PTSG_12883                                                                
MDVDPDALLDFLSVPGDAQMTALEQLCMLLLLSDNVDRVFRQFPPSSFVPALCKILVSDTATPTVLEATLRALSFFLDIS
MDCVGRITSCDGAISAICRHLEAADLTDAITKDMAMQSTKVLEMISNRDTAALYRAGALRSCLHFVVEGQSLVFLDALKS
AMNVVVRCCSRIDEKDDYLPQVIEHLNTLLDSEQPDLRNTALQCYGTLTDKLSRQKGDLGALATEGTVRSLLRLICSTAS
TASDAELEIARIALNTLNALWYGADTSRHDEDGRTALELAQAGEHQACADILSSPEQHMEEAEDEEDEGEEEDDGGDGDA
DAAESDASSPTRAAVMGTHSIMGDGTPDIKDEAARTSDAPNPLLDLSMMCAEQVVPPLATALTNLSSIQTQGMLLRVIAR
FTAHLSQEDLSNFIQYGHNFSLEMILDPLPEILESDDGQAMLAAVTIVKHLVEKNVPSARNDILRLGLVARLATLAERAE
ALAKETKPQESEETIEPGMKLEAVDRKNPGLVCVATILEIDNSRPDCLHIRFDGWTDRYDYWADPTSTDLRPVGWCEHNS
HTLQIPRGYSKRFDWQQYLRETNAKAAPAHLLATVHVHGGQAKKLREALTKAKALYDKHFGANAVERDVVRRLREISTML
VTLVRSTPNACVTPTTHASLDFAVDERQGASTAKNNSNATAGTPTGSGSSSNNPHPETEDVPIVGLQRQLSSGSQLALQR
KQDMVHCLVKLSELLVSDKSISSYELCRSKFDESLLMFLTHVTRRASVSRADGHTDLEMRRVLFRQVFGVQPSKTDNPAA
LLVRKLLSVVEHTEALPVFQFSKTTKDTLEVMNRALTLEVQRHPNSRELKCLDGNTLRVEPLTTVQQLLDFLKPRTKKKW
YDYQRQKLSFFKRIRDGEKVTCKYESDFDQNGVVYWIGTNGRRESSWVNPSETHLIYITTHIGRELPFGRVRDIVSRDSS
PRNCHTNNNKSGWVSIDLGLLIKPSHYTLRHATGYSSSALRTWSLEGSDNGKEWFTLREHEKDEHLRSPGDTHTWEITTA
PPRPVCMFRIKQKGPDSDGKNHYISISGFEVYGEIVGVSKRSFDKALRQEVLQRQRQLEKLRRSADVIQPGVRVKRGRDW
KWGDQDGNPPGPGTVTSTVKQGWVDVEWDDGGVNSYRMGNDGKYDLELISDEERQMDEEEDTAERTAASKKKKKKREEAP
AKAGEAMDVNSDDVDDDDHDGDDDDDDGDDDKDGGNATSTGTVATAGSSEAERVRASLRAVAGDILTSDEDESDDDDDDD
DDDDDDDDDDEVEEEDNMFTSSQSRAMFDLEHYLGRDELYHRRGPVAAFLRRRRHREASVSSSTWDSSTTLKRQYSALVP
AYDPRPGHSNPPATVDLHVPGPDTHVSLPTPQQNKQQDPFVLYLMKDPEKGLQADNLAKLDPSCTILRQIQRHCFDANNW
KPTDVWGKRFKIVYSNNKPTPKRKVSSQSDARGPKQVTFDAQLTEALSKEVSKRHTDSSLSLLEVLFDMTQAVGGDESED
AAAYLDATCRTMLRATEEIVFAIEKAEFVSRKLTSKLQRQMADPLALVSGALPSWCETLARSCPVLFPFEARKQFFSARA
FGISRSIVWVQEKREAATRRGQNVSGNEPPPQEYQVGRQKHERVTVPRSEDKLFSWARNVLLTQASHKSVLEIEFKDEPA



TGLGPSLEFYSLVCAEFQRKDYAMWLCDDHLGTATTTRDLGHGAKPPGFYVRRPAGLFPAPYPEEKLPAEVESKFELLGV
FLAKAMQDHRLVDMPLSTAMLKIMRGQELDMQDLAVVAPDLFSTIKALHEVAARKRAIDAEFDVQEDRERAYEKLTVVFG
ETECKVDDLGLYMVYLPPSRVFGLEEYPLCVSELCVCVCVCVCVCVFMMSLGFTFAQTTLTPFTHPPLILLVLCGEQAIE
WTFDELLASTEAKHGYSKDHPNYLAFLSLLVEFTAEERKRFLLFATGSPSLPPGGLQNLHPHFTIVRKGMDDAPADDTYP
SVNTCVHYVKLPIYSSKEVMKKRLLTAMQSTGFHLN*                                           
>Cowc_CAOG_00322                                                                
MSESGLGTGSDSNPTSAPLTAPAKTNLTAHHHDRQHHENGHSNGSGADSHAAAAAGQPDAGEDSDNAQSSSFLNGAAAAA
ATPTITTPTTSTAANATNATAGAQVAPAVGSQPYQPSSSNSNASSNEQSHILRVTVYGATNLAKRDFFGAADAYCKLWID
NGVQEKTTSVQRRTLSPQWEEQFYFHVVPARSVLHLHVFDKHTITRDDFLGMIEIPLVSFPVIGNQSTNPQADRLLSYTL
RPRTSKTKVKGELSVRLCYLLNMPQGAFLAVPGGTQRVRSSSASSASDIASSSAASAAAAEAHNQPLPEGWEVREDPTGR
TYYVDNVSRSVVFEKPTLDSSRILRENVPLQRQSTFERFRSRMHLMDVSRTPDNTGSPSASPRSRSPSTNAAPQTTTTTT
QTTTQNTALFGGVQYGSGPLPDGWEMKSTASGRPFFVDHNTQKTTWDDPRLRAGQTLQTAPSTLTVPQAASPDTDGDKLS
AEALAAIQQQPLPPGWEMRRNKEGRAFFVDHASKLTQWTDPRLPVAKKPKSKTPGYSRTYRQKVAAFRAGLVTTEGVCEL
HVTREHVLENSFEQLMGSAPNVLRSRLWIAFEGEKGLDFGGVAREWFYLVSHELFNPYYGLFVYSATDNYTLQINPNSGV
NPDHLQYFRFAGRLVGMAVHNGKLVDAFFITPFYKMMLGKHLSLDDMASVDADYHRSLLWILDNDITDTLDLTFSDEHEV
FGERVMVELKPGGANIPVTEANKSEYVNLLASWRLSRGIEEQMKSFMTGFNEIISEESIRMFDEKELEFLTGGIGEIDVE
DWKAHTQYLNGYHSQHYVVIWFWKVVDSFDNEMRARLLQFVTGTSRVPMNGFRELYGSDGPRQFAIEKWGRPDQLPRSHT
CFNRLDLPLYTDFHQLREKLMIAIESTAGFDNE*                                              
>Cowc_CAOG_00348                                                                
MNSAFFGGKSSQRTVSMSGRGSASAPGSASGSRGASSNVSSAALIEQQQRERAERSALRQRHEAAARIQKCFKRMRAAAG
ARRQLRVEFDWALSQLHTVDAGRAALDDTNAPTAMSIDTPVLSSNHGLPGFNASTQPLPSPRQPAAIQSLLPLIRRLAIF
HSLRDASDLSRVEHLAAELLVCLESTTFKQDNAPLLSSKAFLQSLFVAMKQFAVIVLKRLTSPKASVSVLSFGFLNMITD
PSKWQSFSATPDTARDAHEAHQSLLVKLRENNSLAILINLLLLATDHRIQEPVAASTFALKDPVPIVEVLVRTLPPASSG
LPFLLRHLFTIPLLSTRLSATQLAILFRNVTLQSMFSVASVSLSVELVESGALEPASLAAISGNLAEIVNHPKSFGGDAS
SPAFIQAVYHYTVLQCAIVSYLPHGAFGAAFEAELERSHSASIDSDDEDNDTFEEEQQRRRRLLASGASASTGPRTVPAW
QRPSAAATLTSRLSRAPAQAPPVVTAEARRAASADYFVRHPLDARLCAQLLNLGYRSHLRTLFQLATATLPADSQQGFNG
SIMRLHAACTLVNLLLRRSAALRRLVLTGMLSLGAAFPAHIWRVLHASGALQTFGQRTSFTDMSHLWMLQAVSTFAELFL
QILTTMDDEEFMSGSSSSASVRAGALAREHQPIQPHAPSASSSAIPMAISPANSRRESIDTSSSSSRMPFSPAELAVLSQ
QLTELTVALYLPEQASPAQGTDDHALRRILTLLTRHLYDRDARVHFVDPQVWRPVDLHISPEGMSVASWYDVQLVDEDSH
AADQPPPASSFPATSAPGTFPAMFSTTEYGGLSAMADVRHGPASASSVSPQSPSVTIPLPSFGTSTVTTLAQLASGASQP
VAMALRGPATPVTGFSRPFGVAMHYPQIRRQRQLAILRNLPFTVPFDTRIQVFRALVSDDLGRLESGDGRMFGLHLTVRR
AQIFEDAFATIFPTRDQLKQRLRVTFISDIGTEEAGIGQGVVKEFLTEVIQQGFAPDTGLFLATSDNSLYPNPSAVDARS
QRLFEFLGMMLGKVLYEGILVELPLARFFLGKLLGRQIYINDLASLDPQLYKNLVFVKQFQGDVEELGLAFTETESQGGF
TREVDLIPGGSGIAVNNENRIRYIFAKAHYRLNSQMRVQSRAFLRGLSTIVPTDWLQLFDQDELQAFISGGEGLVDIEDL
RENTVYQGSYSQTHPTILMFWDVVRSFDHVQRRDLLKFVTSCSRPPLLGFSHLVPKFGISPSGDGDSPDRLPSAATCFNL
LRLPAFSSAQTLREKLLYAIEANAGFELS*                                                  
>Cowc_CAOG_00389                                                                
METDFDRRDHERPALSRAASGLRPMVQQQHQQQLQQQQQQQLQHADHSGPRERAVIAPLPAAAAASEFNDSAPGPVSPHA
ELHAHSGPNNAMEDSAGKRKLFTFFRSGSSGGNASSGPSGLAAPPLPLSPMTLAPHQAGAQSASAAHVARAHPASAPHSP
PSVLLRASTSANGLSALDSAASPPAPAPATAAPSRPHSAFGMSMSRHRSSTPSASSASSSAASSPGFSPSSQPSRRTSSY
QRLRSRLTLPTSFSLQTWSSSSASAASSAAPPLSPPPPQSQDATNMTNMSPFARERFSYLNLKGVYKRRRAEHHASSHSG
DHDATTAASSHSSAVSGPASSSSSSSDTNSSFFSFSMPTFSRRAASASLQAWLAARRHHGSARLHGQSSQSELDSQHVLS
AGSSFERTQQASSGGALPVGISPSTPEATALLEPLEMPSSSSAARSPHQLRRSHSTLSTHSTGSTHSTHSSISSHSVHSS
VSGTSSRIYSTAHARNVLGASHLLPGRNGPASSPSLSRSSSTSSFASASQTDRQSRELASPFAHRPWLQRVVDWSRVFLR
FLLFLASISAVFVLVVVLLLVWGGSFLMQGAALVLFSSFNFLSSLTSGRPAGSAPAPASAPSMSSSNPMFGRPAASFFST
FSWMILAAIAALIYSSTKAKSSPVNQDRFIARRAEVRGRGIKREAGAAGSEITFQVVFKPFVFASLTSKEVLDNLKVTMS
GPCLVVPSITVVELDQDAAMAPATASPSSTRHRSSSTTSTSSATSPLSSASASSFSSSRVSHASDARRRGGSRTTSVSSH
TTTAPAAPVVPAASAPITAFAVEQGIDPSSQVAAAAAVADLTASTASQFIKSSTSTLTTFIKQSANPSKTVPMIVANIVY
TASRPGTFKVRITFDGFPIAMEHYTVHITPGDIDPSKCDISGDCIQRKLPVRGDEAGELRLTLTTRDRFGSPRTGCVSRV
DKFVLLIDGEPVDADVTDCGNGVLSLVHVPLAARLSRATRNFAVAAPAAPPLLSPPASLMSRFSSPSFFPSFGGSGPTSD
GPTNAGQGSVPAIPTVGTNSIVGGLTTGALASAGGSSTAAAVDGSNSGTTHNVGYIPASHGASSLSNPPSSGSSAVFSSF
NSPASSLAVANGPVAFVKALPYNNNNNNNNSNSNSHLSGSSTSAGSPAGSAAASVSVVGAEMAHPVLVPQAVPAAMSACG
LKSCVVMYDGAVVGDGPFDVLFLSTEDTRTVDKCLSHTETWFEGQMRLPGSTTMDIWIKVTPDTILFAAYILRVIARRQY
TGRIAPNLQVALSRADSQKFIIGARRIEVTCAQRNILYALLMRLAANRTGCVSNNFADKQVYFSEELRNQHPEDARQVQT
RIIVDRLNLLRSAQATIGGLSDVQLRLLNHVQFENEQGIDHGGLRREFFTVLCAQLFGEQTGLFAKLDSSSSCVHPVASK
LNAHSRDRLSLYRFAGTVLGKVVYDTCARGSPLFVNVRLSQSMRRYLLGLSCSVADFEVDDPAFFRTKIFYVQTNNMDAL
DETSGLELFFAEEEYDNQGRVRKIVEFKPNGSRLRVTEANKGDYLQLLSEYRLVRRVHHQLEAFAKGFRSVIDEDLVCIF
SDREMELLFCGLPSVDVDDFRRHTAYIGYSITSEPIQWFWMVVRNFSQEQRARLLQFITGSSQVPLGGFVNYRPSITISY
RATTRRLPCAHTCANTLDLPHYLSFEELQDKLSLAIAEGSEGFGFA*                                 
>Cowc_CAOG_00676                                                                
MSAARLRDEDLGAALSHELPSPLHQSDIHASTADDDDDAMQDSREPGLESRLSESFKLLARLLYRQLSLGCGSGACRNPY
CASAFEGRHRYPLDVASLMTLELASTMATTHGPNMLLHASPILCLLRSATMTSDAEAVALTTRHLADDVALPEVPRDHVG



LASLPEGTSRSGVFNRPQTQRNRKEKPRSGPDTLLGTLFTATSAFRFLFGSTMHSVVPPASPPNTATSNHATDSIAHSSV
VRGLRDTQPISSSSRPISSSSGNHTPSRSALGEPVPATDASDSDRLESLSSMEKLVFLASAVTACSDNPPLTHARPRDPL
ESWKNLSAFIQDKSWKAALSYWFDSLSHVNLLERPANNPTRSRDVRLQSAAISIIQSLLSSPEAFLSVIPLPHEIGRPLI
LNPIIDLYNALIQKPSSHPLRFQFCTSLASMLAKLEETHAGDNMALNSLFGSEALRKLREAFEHANESDMTGYDLDVFIH
QDFAPFVPSPINLPLAWVSGLGAQRTPILVALFLLCGFFDADEAGSDAFMRLFCRLCATLSLERREFVVDWLSRLDLISH
TAYLNPLGRHLSRLLVARAPFSAVRQLNHPVFETAATIQIVYDALEKRARNNVMLSQSPPPDTLDNQGGRPPAAAAAFVL
YQGNENWRTEQKTFANIAVEVMVDIRRQLLRWPVSATSFSRLPRYFQSALRVMQATRSPGDSTDALLNYPCLLSTVSKVR
LLHFWSATHMSAAFHSAFFNSAWLANLQKHVSESLRRKLVGAVGACNGNTCLLMEVRREFLVPDALRQLKARVHDLQKPL
KVRFVKSGEDGVDLGGVQKDFLQALIGQLASPEFGLFVTSPETRQLLIRPESIDNFSSHSDVEAVERARSFFIASSSDKP
SESAAEPGRSAAPSDSPVFAGGGNADATAAAAASPSPAHSAASSSVASISYSTFSEDAKLKLYTLFGVALGLALYNGIVV
NAPMPIWLFGRILEEARIDEVPDQHRIELFMSDIKISHPALIQGLQQLLEFDGDVENVFCRTFEVSATDPHGRGVTHELK
PGGSAIPVTKDNRKEFVALYVHYVMVSSINRQLQAIAHGFWLVCDTRALNLFTASELSSVLCGSDLEGLDFRVLARAAAY
DGMRPDQPLAIAFWDVVLNDFSDEERRALLQFVTGSNRIPLQGLAAVTFVLQRNGSDSDRLPSAMTCFGRLLLPEYSSKA
KLAEKLRIALSAQGFGLV*                                                             
>Cowc_CAOG_01239                                                                
MDWTDSSKPSSSSSSSPASDSLSSSNSRPSTRALTRQSLQQSSTTSTSPAASLVPVPTLPHSRSVVEPDTSADSPSDLSA
APASLRQRRSSRKRTASSPLRAPADHSDHADNTAAAHSPSLLAAHNKRARQSSLTDDNVAEVAAADTHSPRSRRSHTSSR
DLASRSSVAAASSSSSSSTSPVSRHSPRRALSSSSASPMDSSPPSAKQPSKPAASETAASPASDAKPTSSDSAAATNTTT
TTTTTTSTTATNTTTTNSSTDTSNASSTTAASELFGEGGVSAEHPLQGLLRRLGANLDNLVQNAGDNGGGTRGSRYRSLI
ASITDYSDEGAQYTSLVELCEVLSMGTEETLGSFPVDAAIPALLELLNAEHNPEMMLLACRALTHMMEALPASIANVVRQ
NVVPVLCAKLLTIEFIDLAEQSLTALEKISHEHGLALLRAGGLSAVLSYLDFFSTSLQRCSLAIASNICRSIPRDSFGLV
EDAIPILTNLLQYPDKIVVERACLCIARLIDNARRDRTQIQTIVSHGLLPNLMQLIAAVPPLVSSGTFTMIVRMLASLVG
ADPALAATLLQELQIASSLRQMLATGSAVASAAPATAPGSPATPSRSSNASPASSSVPITLPAEQLYEILSLIGELLPPL
PVDDADPLKQRDSAARAMLQRGPFGREPRIRRISGTEDAALEEEEPEASSTSTSSATANATTELDPRTVLYTQHPELITS
IGESLLATLLDAYLASVSTLVRRLCLSAILKIVFFAPAPVLVELLRDLAISSFIAGRLAAEDDLLVVDGLRMATILMEKM
PTIFSVYFRREGVVHEMQRLASTGGKHESRTDSPFSTPTLNRRSSDKFKTAAATTPAGESTTTAEPSRKSSRYAPSKSPR
TSTSSSEAAAAAAAAPPPSLAPVPTLPASPSTPAAGKASAESPARPGSSSSSSSSRTPAAASGRSPQFAGFIQLRAQQVI
ERYFDASSELQHSATSSASSQVLNRLQALAEQLGKEPFSGDGAATTSSASDAQQRAEVVATGLTSQRIREANAHDLSTLR
DIRGILVDRKVNVSAFELHNSRLVTSLLRYLASRKLCVPHTQRLANFCDIFLVRPALPDAVDGGATPMVTDDAGASAAAP
AGYGEPGLMALVQKVQGALNMQERFRMVVSEAFASEAAAAGSASASNSSSSSSGDNGASGGMVASLRAGLKYLSQPVKIR
LSKQPDERRLGDFSSNLVLLEPLATVQAVEEFLWPRIQLSAEQLAKESREQEQQQQQQQQAQKPASPMGRGPATGRASPS
SSTPSPFSRRRKQPSESSQSDPMLVDEDSNQEQPVLDAGGDEEDDDDEYEDEHDKCEDHDDDEHDDAQEDEDGDDSLSGE
LLDVDMDMEVDDDGVSDPHPDQSADVQLPDSAPSFFGQARKTSSSDKTSSSDKDKEKGGRALRAARSLSSEVSKSGAKHP
SHSASPSRSLSHPSGTTGSSVSASTSEPSSASPSPSSQPLPKLSPESLCIFLNGHELSRSMSIFQAIQRFGAQHAHQESA
SSSSSSTSASHPHVRSRLMGGILTFTYGLRDVRAAALAPSRQESAAVASGALVRTSTYAIPLTVSSSVVASDPADDWDSL
EIQTTLQSLAMALPCELEDEEANVSDALALLRALHAINSGFRGIYQANINRIAQVAARSVAGMTDASAEEGATALTAAIG
KILHPPQSTSDGLLGLVPQSIAPLPAQEFSNTKLTAKLMRQLQDPFVLFSSTLPHWCGELCRAATFLFPFEARQTFFYST
SFGISRALMRFQQIAQSSAAVGADGRGRQGAGGNRDNDFRIGRISRTKVRIARARMLDSAVKVMESYANSKSLLEVEYFN
EAGTGLGPTLEFYSSVSLAFRRVELNMWRRDFSLPSATTAAKPAESDASGEVQFESLLSAASLVETSEGEGASDRGSSLG
PKHVWAANGLFPRPIAPSLSASDAAVKTQTKLFDTLGRFVAKALFDFRIVNLPFSEVFYKAVLGQPLLPSDVAIVDPALA
QSLDKLRALSRAHRAVVHAAAVSPAQHAEAMALLTVDGATLEDLCLDFTLPGAPDIELKPNGGDIAVTLGNLDEYISLVE
DMILNTGIARQLEAFRTGFAVVFEVSSLAYFSPAELHLLINGARTEPWDKKTLMESCKPDHGFVITSRAVQLLFDVLSDF
TPQDQSKFLQFVTGSSSLPVGGLQALNPPLTIVRKTPDAPLTADDYLPSVMTCVNYLKLPDYSSREVLEKRLRFAINEGQ
GAFHLS*                                                                         
>Cowc_CAOG_01847                                                                
MFQLKPKTATAKDDFVERQRQERQARAQQRSAASATASDTAAVTPATSTPTAATQSASPLAAAGSRSPSLTTPTPTTTSS
LTPQATTAQATWSMRSSAASVADTPRPDVPTTSTTTKKYVQPSVDMQIGSALVIQKWTRMFLVKRNLAQKERLTIDLQLA
VLQQALAVQSHADSATNNPNVATLVAIPIAATLHAMVARLLFIYHPKHDYPRLVALCKLILASMDAPNNLPSFAALALQR
DLTVVWIRQMKRLLVLCVYHVHQASLQLAASGLIATEADAPPAPSAVVPPTHPMSPAIPKAPSTPTPTGLLPSSLPSYFN
ATRVAAAALSTLPPASSPSSTGPPPQPPLSSNTAAGLPLTSLRMLATFTDASTWKLSQQSPEPLKQSLAKISSTFLQHLN
QPQPQTASAKLTLDVAFSSSNFSCETIPVIRTTAVAFLSSFLQAASSPKRNPHIPSAALVISAAMTLFIRPIIASRFSRE
LVLSFVLEVLSIPALFPRLAAVWPEGPALFEKLEFLQHVINALEDSQTLKIIFYTLEGNYTLCLIANLVSLFGMHLANAR
ALVVDTPAAPASPSGSAKSAPARALTDRFVEVLHQLLVHDKSYVRKKQTSHANFHPLFGWFSGVTDATLSEAFPQITLQL
QNLWKRDVLRAIFADLFKPAFDSPSPSSSSSSSSSIVSEGTPTAPGGTIKKQSLGSKLSAIAHGGSSSSIANTADSLLCM
RVRDACQLYETLAGTLVKLKAEVLNALSYASDLLPRLWRFLSTVGPTGNLKVFLDSAVVPEKEPFISILVVFCDACSHLF
LVLDDEEIYNMQKPFSMTDLANLSKFLNQFLFTMIWQSPLPRLEALLAAIDADTTGAGAADAQTPTSGNQRASSSTSSSS
SSSSSSPSSVPAPALADLTQQARLLRSSHRLLTLLYERDARRPFTSGDHWLIPELKSSAFDSDWRGKGSRSRALLRYIPH
CIPFRRRVDLFRKQIDATKGDRDDADARPSMLVRVRRNAVLDDGFRQLCNTNGDTMRGVIRVKFTNAQGLDEAGIDQDGV
FKEFLEETIKQAFDPNLGLFRTTSSNLLYPSLTSRLQEDHVKLFEFVGRMLGKALYEGIVVEVPFAHFFLSKLLGRHNGF
DELSSLDPDLYKNLAFIKRYDGDVEDLGLTFSVDEDLFGTVVTNDLKPGGRAVSVTTANRILYVHLMADFRMNTQLRVQS
QAFIHGFRTVIPDSSLRIFSSSELQKLISGDSVDFDVSDLRRHTTYYGGYHDSHRTVQWLWECVAELDTKERCLFLKFVT
SCSKPPILGFAHLHPTFSVRCVEDQEDEHVIIDESITGTLRGLFSGGRDTNRLPTASTCFNLLKLPNYKKKKTLKEKLRY



AINAGAGFELS*                                                                    
>Cowc_CAOG_01913                                                                
MAPWDPFGLSPSPSHDFLHHDQSHELNQQGHLAPASQSLAPASAGSSTYVSAASSPAPGGANASSSSLPSLPPSSLTFDN
AHLEHFPAPTDFASRVPHGTNIQAYLGEKLLELSVTNDRFASIPEAAFHFGFQRLTRLNLSSNHLVSVPDSIRNLGSLER
LNLSDNAIVELGESVGRLSRLTQLIISGNRLRKLPADICCCTQLVVLNASANQLSELPQLFFTFLHNLQSLQLQHNALHS
LPQNINKLEQLTHLDLSDNMLQDVPAELGLLTRLQFVSVARNAMTTLPPSLIQLQRRIEMLDTSGNPLQGNDAFVAFDAP
QSGVLEPTVASRNQNGQNGVHPPSTSSSSAAPVPAPSSTPLVFDDNDMDHLGLPPAPRDDAPPSINGPRGERALHMRVVS
AHLSGTSFRLFQPRAFVEVTLHNPSAGPQKQTTSVASQGLKPVWNSDFVFTVSDSTTVTFVVQNKMLGTSMLGSTSLAVM
DIPPGHEAPHEIIRDLRDRSLSSVSPGQLTLSCILLPLGQPFVWPDRLAAEHSAAPSAAVPAAGLAATPSSSQARARPVS
MVVAPSTRPTDSRRTSVGASSRPASAVSQSSAVSAGTVASTSAAPPPDASQFPSPASRPGLPPGWEMRVDAQGRPYYVDH
TTRTTSWERPLWDYSTGAAAAAAPAPHVGTGQASAAAHPALTTPARPPPPNAAALSAVNAASAAAPSSTTTTTTTTAAAA
AAAPLPPGWEERVDPQGRVFYVDHNSRTTSWARPSAQSVAEYNRWQESQQAIMSQAREQFSHRTLGASPNPSSQSQQQQQ
QQHAGTSSSSAPMPVAGATTAPGSETAPVAASPSAASPSAASTGTAAGTNTNPLPHGWEQRTSPTGRVYFVNHSTRVTQW
EDPRLSQQQQQMAMLQFFNSMIPALEVSTLPFPPNWEQRFTNDGRPYYVDHSTRSTTFEDPRPKFYQPTGEASATTAPQY
ERQFRMKHTGFRSRLQSLAFPGECRLFMSRERLFDDSFNQVMAQPPFELRRRLMVKFHGEEGLDYGGPAREWFFLLSHDM
LNPNYCLFRYAASNNYTLQINPDSGINPEHLEYFRFIGRVVGMAVFHGKFIDNGFSLAFYKMMLDRPVVLADMEAEDVEY
YNSLRWILDNDIDNADYDLDLSFTVDHESFGVVNTVELRENGAQTRVTEENKKEYIQAMVDWRVRRGIKDQFQSFMFGFN
EIIPPQLLGIFDEKELELLICGLNELDVADWEANTIYRSYTPTSKQVKWFWQAVRSFDAETKARLLQFVTGTSRVPMGGF
KDLQGANGPQKFCIEKTGSPDSLPRSHSCFHRLDLPAYRTYEQLVSKLRFAIDETSGFGIE*                  
>Cowc_CAOG_03498                                                                
MLGNCSKAEKLVIDGLLATCPVSSAPLATYVALLARRINIPEELLVPLDPAVAALKDDNEALVEALEAIPRWNLPKANLA
AWAPVLDMMDHKLQEILNTQSVPSLESLQKPLKSSANSSASSGSAPEASTDVTASSAVLLENLRLHYLINIPKQVPLTCE
IALPSTRRLVLAILRFTRLLIQNSTNRRKYNSMEHIAMLLGTMDSDIHIAALELLHALCKHRRLQLQSPSVISLIRPLTD
RLEQLAAAWGGSRQGLSVLNCYRDESEQTIVLGRSIVYNYCMAPAPDDAPSETSSAMDTSDPSGSSAPGMEDVNDATSQP
TTEPAHAAGSSPAKVTVQIAIPDVRTYLPEEAAHVDPSRIGTLAPQVLSAILKTYNVPPQYQFGLLVCIRRALVFPFLQQ
RIEQMNVRLAAFCVIAMTRENKLVTSLLNDDPDLLDELVDALQQSSSLPMYARTLIVRMLTGISTLVNSHRFEGILRELG
VAQFHGILPSALRQCAASLAAAEEITRLEEQYALTLLKFFVLSSIPRSGNKSLVASGVVATIMPLLNLRGIRTVNVLTLI
NALLEMLFKRAESVNDSHFISLGGVTAILDRLKLELDDIMATYGSVPPESRKPLSCELSHYLSSCFTFCRLATRIPTLVD
HMRSAFDGSLPQCLRIVIEHRHVFSSSTVADAINLVADFVHHEPTLLSAVQESGLASLVLDAVLRTVPLHVEQLKILPHA
VSALSLNSAGLKMVTDIPDAFLDVLSIFTRPIFTSLLSSGMTVAKLGTGFEELIRHQPTLRPVVLQASVTILRRLVLLAN
PATAAAAVAEYAELPRLDPIDLEELSFCERSSSRGSGDAAPMDVSSSSSSSSSSASTVAAAPSVVYPIGSDRRLQMLYGL
TGVEEDEELEAILELHENQGDQFALTGCSAPFEPIREVRPTDTVVPVVDMICNFCRFLETFISAEDACKEFANLGGVDLM
VDLLTAPALPADFWRSSSCAFISAVLRQVSQLCDKEMTTIAINRLHRSVVELQSLTGLYHLQGLPVLVGRMNESHADAAV
DSALHSASEADATLPARPPPDSSDAFFALKQSDERLVRAFNHLNNLVVLFRTSRDHRRLSASAINQATQQWMTETGSATV
RGLCQVFVNVLSHLSTVSTRKHLMRSSLFRALATSELLEELPRLTRQQRQPAAGQSAPRSQATVIDMSLDWYIAGRLTVN
SSVGVDMDLAAVDVAIRLRHFLRFLLSLVGAAKQDPARANVGGLLSTVVDGLLEPFSRFADGQVSGQASPMQSVPLLAVM
FKEIHSLLLDDRMQLAGSGFLRGLMDNFGRSRVLFVALEAFVQCLHQVARNEAALLLHPSLPAAEARRRLEPSPSAVLGV
VCGLQLLEFAFRPESVSLLSEADAPRAEQLIFFLAESIAKLLLNLFGQSETASAVLAMFDPINCSTIWLLAGFVTSQKFR
SSIKPAAPAPSADSPDSILRDHVPGALRTALINAYSAANPVTDPALVSMMVDMGFPERHAVRALRAANNDIALATEWALE
HDYIPDRDTTAPSSAAAAAAPAPAAEVPAVAAEVPAVAAATSSENDEAALALAIAMSLQAQPDPSASATEAVPMETDTLP
ASSSAAGDIPPTESATPMDFASDSIASVSTTTNVDTFEPLSFGVNILALTEQLPSLVLNSLAWIRHAEIVILMCNTLLGV
THTLSELLVIPTPHELADKCPRLQTALVNGPLTLRVGQLLIDQLEQTKLAELDSEDPLVHNRLFNQLYLLTLLLHSEPAL
APKLTSALARVCIDVLLHISNVKSLPTTPGAETTLPTETAAPHEHLVVRQRLWQAPLLLLLDAMYQIMKVHTRVAQAETE
LGLSAPSSKPSAASSSSSADVSSTKKPNPAPASSSSASSSSTRPRNSPFSIFSPSTFPMHSLKNEVQGQKERSTAALLEP
FGGTAPFSFAFCFALPQLFAQTDVDDMLLACSRLLDSERSISGLTPPTVSQAACQLLVLLTQDHRNAIFLFEHARVLSLL
FALPKPSRFQGIDLLITMLIRHVFEDQHTLAFSLKQNLIVRSHEFFTNRSSRSGVWAGSSLFYKLVGAAMRSEEATIEAL
CDLLRLPTKPSEAKHVSLARLTVLQTDSGSDSAAASDKPSSSASEEPTTVSSRYPPRFANETVVQGVVGWLLERLVVEAL
ANPLLQLNLPPAVAEETFHGVATPATPATPAQPSTARHVSPGTAVPAVPAVVPASLAPASLASQAPAGAAPPKGAAASQE
HELSVPFILQLLGELVVAFPACLRMFINYRVAGFAPRGKRVSLVQFILQYLVPHHAVSTAESAPAVAANRFVCEIAMRSC
YLIASLVAAARNLPPSPEAIVQGSARPSPPVPGDEIVARIFLRLRSTIVAATVQPLDRRARSLPFLTFLLADLMSNLPSA
PSFSFEWRPPTTQEWRDRVAGIAVRLHAVPTLALALKALSPSTMPQGAVDGLLITLQSATRQAALKLLDDKLFAERVPLT
PAPTAQTASTSLSRSSRDAAVSSANPPPATATAPLDAGLVQLSDALAMPPPPRPLAGRRSGAASPRTSARPVSTGTVPMD
VAATSVQQQPATQQAQQPATQQAQQPTSAVPPAQSAAHSSSLDSALSSAAGTPAIAAHLSSEPPLPMASMGDLETPRLAR
HGFPHTDMNAPATPMDQRQDGNLAISPEGDTRDQPDQPPSLLHTVSNRSSREARTRAAARRLLAERQLVVEGEEDDEEDQ
DMEGHDFSLRNLEDTFLNLQNNGGGHFVLQVGGEDDDEGQLEQDNAELLQDAGRHFVLQVGNGGVDNVEAADLAQRIRNA
VDLDADIDPELDDDILHIPMGDDDEDEDEDDEEDNELDEEEEHRNLAAADSEADDDDDDSDEDEDAESGSDREGDSAPLR
GRQLFDAELASESESESGEEDEDLEDDDQYEDVSGSDNDDDDDDNDENGGDEDDQGDDDDEAAAGLHASRGPALARLLRS
INAGESSSSRRARAPRHRARHTGTARAHEGPESASRDSSAAMENGFDALSERGPDAEAAAALSERAPATRSSRRSAAAAA
AAAAPQRTSRASSRGRGGAAPAHHVARHPTSADSSSSAPSMADELASRASGDAMAESDDDDEWEDDDDDDEPSLQIHNPV
HHDDGHGHHHHDHDDDDDDDDDDEDDDDDGDGDDEENADSSGDDSGARSPSEMFAQDSAGHLAEENMNGNDDEDDQDDAE
HGDGEIFLDTNQGVGLAMSRHELIENVRNELVRHSQHPAGDDQQLIQPLVSLIQALARAHQSGISAEDIEAETEMHGASM
PLSAPHATHFPENHNMRAMEASLIDGHSSAPPTSAGPPSGPSPFGGHNPTFVGIQPWELRSSIRSPRNGEAGHPLLRSEL



LSIAPGETLLAEKTVSAKQQKGKGKASETSLREDAAAPSAPSGSDKASVVEPPLRAKTSRQSTRNFIELPLDQLAESVQN
ESHRHRLFQRVIVTTHTGMFAFAALQLETLSPPSGEAPKNNTAASDNPLHESSYGLRGAFSSLAMWNLEFVMLQRHASYD
DLMSIMIARLQRALFKLPVVTPSQVQAKTAALVSSRALPRGHLGRGVRDRRDYDRSTTPTYPNPDMVGENAVVAAASSSS
SAPGPSTSSASTSLSQFERDMGFSLPDSEGLSEAHGVSSAATGGAASAGAASAGAASAGAASAGAASAGAVGAPAATGRP
APVARAASHAEAGAVSPSHSAASDNRGIDPAFLAALPPAQREQVLAQERSVAPYFMARAPSGSLQVASPRLSERPLAAPS
GSSAAEMPGIDPTFLAALAPAARERVLEQERIMASPARSAAGRATISSPAPIAPTLAASATAAASTTAAPSAAPASSTTP
ATRDAVVPTTTAEANNVAHAPPTRRAASSHDAKCWSFTTHCDHHTGTALRHFLDAETLIVIIQKLVQGSQLSENGNAQLD
AILANLITNVTARFWLFSALLCVLREACASAELPSAHSAAASSVLDASMDSGMAIAVVKRVLDALLALSDRIVGLCYAHT
LDISHAKVFGTAYLEGLPRNVQEFVVERSGGLGEALRACNSPLADELGADKVQPLSFLISLLRCNVVQRSPSTVERLLTL
IIQFVPSRHELHHHRKRLLGEHAAELAARESGRAASSSSASTVAQSSVPASSSSAMDTAPAPKSTESVELAASKTPAAAT
STTTSSTTTTTVPSSIFPTAADFRATRGTLGEIPVLPTATLQELVRLACSALPWTKMALTVLRRIAYANPWNEQAVMPEL
DALCQQHSASVIAELATLSRQLHALIADSSESANRTRAQKVQLAFEPFSSRTSSQATFTHIIVTILSIRSREKADAEKER
SKQRSAVRRASAAVSDVTGGGGTVALGNRSADSPAASSSRTHLPSAAMNTSSTSSATTTARAGASSSLLGETEPAAAALH
KPLYALNTSLGLTPLWEKLSESLGYLAQLDASDSVGILLPLVEIFFMIHRDVEAFAKPSTKGGEGAPAASAATPVVSRNI
PAASPLTSTIGPGGPFASGARSPHITAQTAGSPLAPSASLLARGDSVTSTHANLDPDSARFIAFVETHRKIINDLMHRMP
WALTRGPFDVLVHLPRVLDFDNKRIFFRHKLTQLEKGKHYAPIRLQVRRERIFEDSLERLSRKSDTEMHGRLTVQFANEE
GVDAGGVTREWFLILSRELFNANYALFKSSPEGSATYQPFAKSSVNPNHLALFRFAGRVIAKAIIDNRMLECYFTRSFYK
HILGRPVTYHDIEATDPDYFKSLKWILENDITDVIDETFAVEVEDFGDKKMVDLKPNGQSIPVTEENKAEYVQLVTENRL
TSSIRSQIDAFLTGFYGLLPKELIAIFNEQELELLISGLPEIDVEDLKANTDYTRGGYTDTAPQIQWLWRALRSFDHEEK
AKFLQFVTGTSKVPLDGFKALEGMNGRQRFSVHKAFGDAYRLPSAHTCFNQLDLPEYESYEVLKERLLTAVTECSTGFGF
A*                                                                              
>Cowc_CAOG_03868                                                                
MDSASAPLKSTATPPVVTPQQAKLPGVRNLRSKFESGSGSDAAGAGSGSGSSASASNASTPSSISRPDSPAGGGPSSSAS
DAPLQRGRVRSASGTVNPVTGLYSSGSLQALLAQDAAAANSEANPSAQPSAASPSKPPLPVAPVSSPSMLGRSQSGRIGS
PAAPGLARPAMPSSPKPTPQFGSKPSTLARTGSSTAVPTIPSATGTSSTSSPSSAVASSEGSSAPRPAAAASPSHAPAAV
VAAPQEKPEAKPLAPTSDSTHATFVSRINQNNALYSDAEREIMAALDMFDTKPTPPAASPTPIVPAVATLASSAAMEVAP
ISAPESVATAPTVSEPVAVSVVAETPVADSQASAKPAAVEDIATTAALGDILASVEMFLATHTPPATAAASPATTTTTTA
PQPASSVSTAPPPATVSPTPQSQMAVAVKIAALEPAVAVMSPPAQTATRTEVTTTQSGISSVAVATATLRAAATPAAPIP
NSVPAALPKAVAGSSTLARQPSKIVRALTPAALRSELLHVATCQSQQAAHQAFAALGTKSVDQEFSAVQPLFPSSSLYTA
TLQQNKQPALLHRIAIGLLSPSQGSLLAEDLARYRSFHHYALAPISDAFFDQANNDLILVSTPVFAETLEAWLSAPANRT
DMLQLKSIVYQLLQGLSSLHERSTSFGCFTAAHVRLGTQKDPSGSIPALLAARMPVLWGIALGDQLGSLRTCQAQHFVVP
PEVEKFERLSGDPWYATAYAADAWCLGALLHVAVFQTTPVFDGDSQLPTLPRQKGGDPQLRSLIRALLHKDVWKRLSCRA
ALVHGYFVDDESLGTDLEEEKPSSSSSSGSSSSHVSGGNGGNGTLANPLLNKAKTATGPAGSAPSSPIKAKGTLARSNSS
LSRNVLPSAMAAAQHHLAIGDQGSSAGLWMERLYVRSFAEKGVSRTTLVVDVKYQESIPHFPQSTHWSPSERLIRTTLTC
FASLFEADLAKKLVFRVDRKLLLSSEEFYPILFGLIMQCATAQSVSRSAHQSTISSTDSSHRSLRLFEWASTVADQDVTL
LPVPTGLEIRFGTPAGATPDALIETHEAFGRLLIKCVLDGCRVTLPLSSAVFKFLLNAPAATRDIASYTGKLTLDDMTTS
GLGEEARELVQALIDSRRPELEALRRGFAISNVFHHLTSLSSFELQSLCCGVSDSVEDLRAWLSNHLDFVGFEASSHSPA
WLKHTVLHRMDGRSIRRLLYLCTGQCGIYLLRLAKQPVEGELPAIESGTLETRIVVSPAPAGLSYPRLLFKLQRIELGLF
DTKDQLGKEFVEALRVAHQS*                                                           
>Cowc_CAOG_04735                                                                
MWGLFKQGLKCVECSLACHDHCAKDAPACLGLDAVATIDSSPTRLPPNASTQSLSLGLGTGSVTASTGSLGSNLSASASA
VASPADGNRHLYHSLSVQPRKTPSAASVNPTSSIVIVVYDNKRLADGQVDAILAGANATADLAKRSSTISIRTKRTSSFA
SPITSPITSPIASPTDSSPISPGAVAMEAEWQARIAADEAAPLPPGWQEQIDSSGRPFFVNNDTRQVSYSSPSILLASSR
DSVAANERNNQLNYQYYALTPPNSGTASRSLIPPVPSAPSTSIVEMPAGDDTSPVRMATVEISWVKPAASKDEIRFVLQC
MQLAQTNRRYRAGSVLSTVSDVVDSSDDEDLFAFTAHEANSRDVPGSPAGRAQTLSAGSHLSRQRTLSSTSATQGESPQK
SSISGAFVDMYRGAGTVYTAQLAVGYEHYFRVRAVNSYGSSDWSISSRPLLLENGSTSAGGGSSNHNSNSPRRQPPSSAP
LPVTDNRPHCRFFMAGQCVRGSRCPFSHGSGPQTPEDVLVAAMAAVMQSDADTNLAAAIAASLFEYEQHNIEAAASPPDP
SPLGQMRRDFNAKQRKIRSSLQASPGECHLKVHRASLFQSSEREVMKRPTKILKKHLFVHFDDEGGLDYGGLAREWIFLL
SHEMFNPFYGLFEYSSETNYTLQINPNSITNPDCLRHFEFVGRMVGLATFHRHFIDAAFVSTFYKQLLRRPLQLGDLQHV
DPELHRSMIWILENDVTDVIDQTFTVDVDKFGMTVTQELIPNGAQIQVTEDNKKRFVDAMAQWRFFRGTERQMRAFMTGF
YEFVPLEEIRHLDESELEFLISGLRQLDIEDWENHTDYTGYDKTDEQVIWFWKCLREMDAEKQAKLLQFVTGTSRVPLEG
FRALQGTDRARPFWIQRIHDVSRLPSSHTCFNRLDLPAYSSFEILRSKLLAAVEGSQGFTNE*                 
>Cowc_CAOG_05774                                                                
MDSIRRALSTFTLRGSPPPLVIPQDPDMVDEMVCAAIIANDTRQLAALADSPKFNVNLQFGRARRTFLHVAVGVSAVDCA
LLLLKRGADPNLGDAGGNTSLHLAARNGLKKVMKVLLEHKADLTAANSDGFTVTHWLASNGRLELMNYLLDLKVPMEVTD
TQGQTPLHVAAMNGHREIVQLLLDAHVDVDKKDRNGRTASFFAARYGQTDCLRLLLTRGAVPVPDSAGVSPLHLTVRGGF
RDCVHLLVKRDPSRCLDTVLQIVSQPGMEDDKALPVLKYVAEEGGGALRPMVMSKLAAFIANEGQQLLSLHSDVDAVSSN
FIRMVKLFAELLHAFVSWPGIDQYIGIVGRDDDNPSPLPKSTSNSSFSTLSSPSATSGLSTSAGGASSSSSFAAGNPSSN
TTSSLPRRNSNTSGLRFGFGHARTSSATSSNATTPSNNSSNNNEGSSSSNNNNNPMGSTSNSVLAPMLAVSTSSSSGTSP
TAPGPVSSLAAPSTPTRNNEEQPIARSGSISIPSPSMVILGATDDASHSHGGAVLLESLWTALEEWLALLAQQTAGTSGT
SPSVGLSVAPAVLVTPEPGIAPSSVATGPDSPATGTDAPAETDAPSALSSRAAEKRKSRLAEDTERSVPALALSTTSSSP
PQSSTDHAPSDLMRLYADRLACIIHGFYLCCSRKSSALPPRFLQFVYRHCATLRRFVERNPIIIFKHFHFLLDHSLLMDR



FIDVVRAQPFALRREWFFENLTSDSHVDDSMFLDESKVMVVERENLFQASCGALSKKSADELRNPFGIRFRGEAGVGAGV
RREWFDSLSHEILDPNYALFVPSEDGCTFQPNPNSHINPDHLSYFRFAGRVIGMALFHRQLLDVYFTRSFYKHILGIPIS
YADVESIDQGYYKSLQWVLDNQIEGSELDLVFAIEVDNFGKVDLIELKPGGAHIAVTDENKAEYVQLATQLKMTCAIGPQ
ICSFLDGFHEFVPASLVAIFNEYELELLISGSKEIDIADWEEHTAYNGFEKTDSVIKWFWEMVQQFPKDQRIMLLQFVTG
SSRVPLGGFANLMGVSGKEAFTISKLDDSVERLPSASTCFNLLKMPAYSSAAMVVERFQMALAGGSKQFDFA*       
>Cowc_CAOG_05967                                                                
MADASPSAAAAAASPSRSSAQSPSQTSKQQQQQQQLEARRQHQFAQDRPTATVGSASSNYEWATDTAVPRPSDSWTTAEK
TKSIERLVPMYFQQLMTGCGQTPCSNPNCAGFPDRARLDPNASAALAINLASTHGEYALCPRFGLPKVTNFNAADLTNEF
QRAVQDNSFSKFLSVVWTHFSDPELLGGSFLKSPIPILPACPVDCDGLRRAYSTTFETPRENVHNTFTNSISQMLDNTKL
LIERVGAQIKPHHLNALVVILEHPILSEVSSYAVILPRLCECVALLPGYLQRLLTTWVSELPLNSIRTLLHNVGMFLGVR
ESAPSFEDYHVQNATKMIGLIYDANARRAEVLKLPSLPIQQFYNDHISEGLELRGNLINWQRGTGFTFCHFPFVITATAK
YNLLAEESYMIQSKRHTDAFFNSIFSEAQDPYLRVLVRRDHIIEDVLLQLSHKDPSQLKHRLRVRFVDEEGVDEGGVQKE
FFQLIFRDILAPKFGMFEYEEETRNMWFRKAIDDTLQGEYVLVGLLIGLAIYNRVMLDLHFPLVIYKKLLGKPVTFADLQ
VAQPALAHGLQELLEYDGDVEATFCRTFQLSYDVFGATKTHDLKPNGDSIPVTNENRHEFVQLYTDWLLNTSIAASFNEF
KRGFDMVTADTAITLFSPEELEILICGEPNFDFHSLENATEYDGGFDKDSPVIRFFWEVVHDMSEEEKKRLLFFATGSDR
VPVGGLSHLNLTIVRNGTDAERLPTAHTCFNVLMLSEYPTKEKLKERLLTAIENSEGFGLM*                  
>Cowc_CAOG_06100                                                                
MRKRAPVDSDSTDDDHPSNVAAAVRKRRQKAILTDDDDGNDNDEEEEEEMKRTRQIPAQTSGNPRSAADSDYDDDDDDDL
AASSSSRPVTRARNKNETGRAAAKRADPQEMAPNKRATTRVVNNGRAQATAAATETTNADAIARSHAAEATRGLRAEDFA
FASASSDDDDEEDEPSTPKRSQRGSPRHSPRHSPGSSQSRSSQSRLPSSSGRAVHTKTVTSFVPMFNSYNREREDREDAS
DVDFIVSDESDEDGSGSDNHASSESSGEGDAQGSSPNDDGDDESPPTKRRGKPVARRVTVPKNVDNRTREDDEAASDDSS
SQTDESRQEPAPVRSGARRRRASQQDHSVASQEPSKTKEHPPEFSPVVRRKRVILDDDDEDAGADGNENGNPAMLDTPTT
ESSKRNRHGTPASTGRSQSPTELSPATRGTKRPLSQQPSQRSHSGRAASLHRHRDDERAAALARVAARKAGTLSVFEASA
LALVEEGTVSKTLGHDPSLEMDASDDEAEDDEDDAFVVSDDEEVQSAEVTECTCGSSADYSGLMVCCTGRMCRKWQHAAC
VNIIDEDDIPDNYKCMPCRLTAAGLSASLAEQPSHAAKRRRIVDDGSDGSDDDNPSAAQPSQSTTPLEQLEYHHSFRAAG
ARLYRACQAGDVVRVKKLLESSSVRDAHAINYFAHEEANMTPFIAAVSGNHVEVARLLLDTALVRTQLCTLSNQTALRVA
IKSGDSSMWELLSSRTLRATEVHDDLLDLAAGAPTTIPLQRLLERRGQSPAAASSGTLSQKPLNNPQARTLWRLLQVAAA
QGSLACVEFLLGFPEVCTVTTHLWQASEAGTLGSQLDREQRRMTTTLLAAQKTHSRNWQRDQESIEAALPFLTDQAQAST
SSSSSGRHAVTFSDSGVVTASQPATSPVRRLDDRSNRRAAVSLASILNEQSRALGVLGGRSPAPDRELPNAAVNRRVNQS
RQRLAPPSAASPSSSPSKVQPVQRAIQPLADTGHVIVRLGDSDDGETLVHQAVLSGQVNVLTVILDALPPQFLFFADDDG
ITPLWLACSMGHSDCVQEIASRIMAQRAGLEPDIAEVQFSTSNYPASVALDSTKALLHPLVCCDVHGTTALHCAAAIGSL
PCVETLLCSGHPVYLLDENGWTPLLYSVFKERKDCIRPLMRAMPAQLKLLTTLIHPNSGSSSQWRAARPTDDAVYAATRN
QAVVARCVTMLAEVPEYYALINAFVASESSLLDSTLQFLVTRYPTCLTMENKLAWMYRQLNLRRPGQSWLLKLDRSHLLD
SLSEGCHTFQSAFGLQVSVPNVQFRGEPATGWGPRREMFALLAGEVIRPDYQLFSVIDKGRDAAASSAQAANNNVDQGQD
GAAIVPVSAFALSMDPNDKTLRHRRMYSIGLAVGYAIATKENIPATFSSAFWKLVLGKPVDLDDLDTVDPALSKSLSWLL
SQDIAGMENDLAMMFSVDVEIRLPNPTSRVCAPTTNVADEVEGLSDDSFDYDPDWDSSLSVSVVETNRSIVRVNGSGASS
SDPVHNPADPFPGHASFVNNAGTMRTFNLCPNGSQTLVTQANKHEFVRARVDFAFKGLREAASEFARGLYSIIPHPNLAV
FSSGELALLVAGSSNIDVDDWQQHTKYGDQLSATIIEWFWALVRDLSQSERSLLLQFSTGMCRLPPGGFANLSAMHSQGG
QFTLSSLPEDGSHLPRAATCFNLLQLPAYTSETELRQKVLIAIRHGCGGFTFG*                          
>Cowc_CAOG_08010                                                                
MASRQVYSPGLNGATPVLPPRSGLASPGVHEVENPTPALPPRAPAALPPLAVALNQQARSPAVTPVVTPVGSPSAAALAF
HPRATANFPASARPASLGASPLGMPAPQLPPRTNLSRTDSMNSGSMSPSAASLGSVGGERILRFCVDYANNLSKPSVFRN
PSPFVQVSVNDSEQQWRTKRVKKSASPSWYQVFRISVRPTSVVTMTVYNNQQFKKKEGSGFMGFVTIPIQNIPSLDHGKQ
SLNLTLRKTAQNPETVTGTLTVTISLRDDIDDDFNAGSDNPSPNSSSNHLPERSSPSPTPTTPSSVGRPAMPLPPHALAA
AAPSNAVPIPAVRPRGGTTSGTTVSTGSFSSSPSSRPTPQPPARSAIASAALANHLGRMNFGENNAAGATPALNRRQIAD
INASLPSGWEARLAGGRLYYCNHVTRSTQWERPVAPAQPAAPAAAVEDRARNQYNARANLVPQSGPLPPGWEARTTASGQ
VYYCDHNTRTSTWNDPRISRDVDPRDASLGPLPAGWEMRFTPQNRPYFVNHQTRTTQFGDPRLAVPPSAEEELPQHKRDL
KNKLSHMRSMLRQHQGTCDIPCRRNNIFEDSYNVILRMKPEDMKKRLNIKFAGEDGLDYGGVSREWFYLLSHEMLNPYYG
LFQYTGNDMYTLQINPESGVNPDHLSYFHFIGRVIGLALFHGYYIDGGFTMPFFKMMLGKPLELADVESVDPEYHRSLKW
TLDNDITDVLDLTFEAEYDRFGQQETQELKPGGKNIPVTEANKKEYTDLIVQWRFSRGIKEQFRWFMTGITELVPLTMLQ
TFDEAQLELVIGGLGEIDVEDWRRHATYKNCNPNDPVVLWFWKALESFDHEKRARVLQFVTGTSRVPVNGFRDLQGSNGP
KPFMIERVQLSDKSLPKSHTCFNRIDLPNYTAYQQLHDKLSLAVEETMGFGIE*                          
>Cowc_CAOG_08419                                                                
MHVARGHPVADADDAAADRGAEISVAAKPDVASVSSGVHASRSAPAATASPAPRTDENAAAAASAAAPARDTVVPAAHAQ
LAGSVWAWGNPTDGQLGLRLTNDHTLAVPEPTELEAFSSVSMSTLASAIACGRAHTLFLVDGQVYSCGSNDQGQLGHKKH
RSKPERVDALEPYTITQIACGETHSLALTSNGQVFAWGDNKASQLGLTPSESSRQPSTRSSAPKTAAASIDDVDELDAAT
LAYMDFMTRPRLVRALTGHKIVQIVCGANFSLVLSERGDVFAWGDNTSGQLCLRELKTVPVPTLVKELYGIPIRQLAAGG
RHTLALTFNGQVYSWGNNQFGQLGVGDTAPHTIPSRLKTLEHQFCAHIACGEDHSVVLTETGGVYSFGAGGQGQLGHGTL
QNEINPRMIFELMGKSASQVLCGRRHTIVFFPKTNKIYAFGLGGNGQLGTGVGVEPQQHVLTPMLVRVLDATPILRIATG
ASASHCFAVVGNRNHVGAAESAQLPWDARHRQASQSPLVLTLPLVRKLLADAAASKDVSALTRTLQVALSSASCLNGSFL
AHEPGQELGPSAASNTADAARAFGAVVDTAATALKSAPSAYPAPAPAPAPMQIEGQPSGAASDSASGSSSQPFVPFDAPD
TGIASLSSPEHAGHLDSRTDDHPSGLCLQHVRLFWDALRAIGNTTVNDVCSKALLSLVVSLSQMPISNLDTCKLFLTLLE



APVFATSLTPTAETMLSAISLKILEFVPRVQELLRYWWYLLPAKFFLRQVAVYQRFLSHLIDTARFKDKTMPDTTRYKTL
VRAVRLIEMLYSLNEVSAGGASVLGSAVAADGPNQLRTSLTQWSNRTVNITSLETASRAMTNALSKLTKETPPLGLSKQS
GEGATLGWSVHDEHSHALQLNSDVVLSSIGQTIVPRKAFNNSTVCSSISLVDDYAMWCTVPQTFSFCQYAFFYDADAKAK
LLQIDAQNQMARKAHEAFYMNVLAHLPASYILGLSVRRNNLVQDTLDQIMSIQPSELKKPLKVQFVGEDGVDAGGVRKEF
LQLLLREILDPKYGMFVSNPRTRLLWFSGHSFEAEHMFRLIGMLFSLAIYNSIIIDAPFPSVLYKKLLNRIPVLEDLEQV
DPDVYRNLKYLLSCPADEVTDLALTFAVSTDNFGEVVTYELVPNGGEISVTADNRRDYVTRHVDFCSIA           
>Cowc_CAOG_08657                                                                
MNTLPTTFIKKCVMLFEAFIAAHLHLNKDASSAAGGSTGPSAAGSPKRPANDTDFSSANRSSGGLRQSVLLAATREPHLY
GAMVPFKQRIAHFTPDARVRDLVRDLSTTFNDVLRRGGHFALGIFHDSPVDKHLTFRPFPRLSAFPLFFPELLTVDSKRL
WIRAYKADLYAFHLRASNMNANGTTTAAAGGADAVRGGGRVRGLGLPGVPTPGGGAGVTTASASSSSTAATTAAAAAHTA
AQAAGSTATATDPLTLVRALAGSSSSYSRALQQAMTIAATAASNTSSASSSADTEPRPGPHLTVRSATAAAVPAAATAAS
LLEPADDNADGLEAHDDLVRLQRMGRQVDFGGVSERAGASPHPFSQSLSQSLSPVPSQSQSQPMSIHPFAMGSPTPATPP
APVAPALNTNADGVVAAAASSSSSMSSSMTAAPFTTAAAASNMGQRTVLPAPRSSSPSAFRATLMEVRAAALASNEPPLR
RGPGRGAWPRPWLSTAVASQALASTGPGTPIHSMPMLITSLPSPMIVGGGDTPGPPSPAAAAGPAGPNFIIPIDGVHTPS
PPQPPRGAGATLHPSTFDPFAAAGDAASSTVAVAGTPAADNSVRADDGGGAAATPRISLLQTPNAPSFDVFSHVMSAFTR
AWDSRVAAQLSSTAMNEHHSIPGSTAVARGPARTRNGDSMSAEVGTLSSSASSESASSNHSSDSNNNNNNASAAVPGQGH
ATNGHGNGPTGPTGPTVTASAVLVGPGTTSDGRETMHVQVLPGSNALASAAAAAVMQGLTHGTAVVVNGRDADVRGLAQL
AAALRNQRGEPQEGPGRATPTPTAVAAMAVNVTPGNLARVVPPRAYLHIDRRRPLESAFRSLLMTDRWATLGLPGALHVE
FIGESGAGPGVLREWCTVMTEAFLDPRQGLFVTYDKGLTYHLAPAFDGDDELMVDEVVPDPSLPVAASSTNITATPMDTT
TSAATTTTATTAAAVPPPATLPTTTTAATTTTTTTTTTTSTTTAQDAPPSSAPEQQAAATDSSTSPPRPITKLDLCELAG
RFLGLSILLGVSLPMRLTRPLLQLLLVADNTPRPWRISDLAYFDREFYESHLLYVLHNNVEGLDLNFTHTVELPAPRAES
VPAVDSAARALAEAARHSHQPLLDDTVPKPDSAAADDAVVAMVMDGGDSASAVVDVPLSRGKRGLSTLLESDAQIEHPLD
AILWKAAADAAAAAAPDSSSTANKRARTLVDVEIIPNGADLVVTAENKLEYIRHLAEFRVLNGVESRVRSLRNGFLFLLP
LTQDPVLARLGLTATELDLLLSGEPTIDVNEWKACTGYSTTMTPSSPLVQWFWEVVETMSQAERAQLLLFWTGFSRLPTG
GMGSLTQASEPFALMMNSRRLPFTITQAGSPDRLPSSSTCTLYLSLPPYESKEALRSKLMAAIQQCRGFAFR*       
>Cowc_CAOG_08747                                                                
MSRRGLSARGGASRGARGGFSSTASIMTALTVNAQPSAAASSQAASSSLSVTAPGLSAAPGNPSSLPSFAALPAILDTSS
CMHLISTPTGTGSDVKPPELMNAYSSQTAFVVEGVDPTRVAQACLGNRFTALLVDGAICIAATFASVYNSSSTAKVNRTI
DAKHTHWWRPTSDGVASVAGGAFVAISAMHSDLVALGRDGLLYHWTWPAAGDVAQTGEPSYVRGVHPRMDWLGLAVADGE
KLTMLASSFFRATVVSSTGRVATWADTRLHMYADDLGGGTESIFARLEHTLGSFGDQTSKLAQASAEETPARVPVNFADD
PIAQVAVTELATCVLTQGGCTYWWGLLGNPSESLDVLRTRVKSTTAASTSSKDSETTVKVGDAILVKKDASRQNDSATAA
PTRVLAFRCSRGVPRLGLLQSATRSASGNYVFKPLTSQSLKQVVAASSTVDAVPSADTSAASAPSANTTSEEASAAPTAR
RGLVTATSVVDDDSPMQPPSPPTELEVPTSTDNSSSSNNNNNSNNANTNAPQSAFGGTFTGFGNSSNTGFGSSSTGFGSS
STGFGSSNTGFGSSGGSLFGNSGNTGFGSSGNTGFGSGGGGLFGNTNTNTGGGLFGNTNTNTGGGLFGNANTNTGGGLFG
NANTNTGSSLFGNTNTSSGGGFSSAGTTGFIVNNNNNNNSGPRFGSTTFGSGSGGGLFGAPAGTSTFGSTPAPSFGGGFG
TTSTGFGTTSTGFGTTSTGFGGNTSTGFGSSSSGGLFGAPATTTFGSGFGTTSTGFGTTSTGFGTSSGSGFGTSSGSGFG
TSSGFGTSSGFGTTSSGFGTTSSGFGSAAPAAGNAGSASTTEPSSASPAPAPAPAAGGSSSSGTTSSSSDSTNNEDWDEK
SFVFVTRGVHAPPKPLGEVIAIDAAFAVVRPFPAEDSPSPASDAASASNLRVFKTSEIVSVQSSTLHSDAELVIDRIFEL
IQPYPVAVPEPVYNPDSASAHHRVTSVAVDWSGIYLLRTAEDGRSSCVLYKSADARNPSKVSETQAEKYSCRVCSKRFSS
RNQLFQHIEVSNHKADAKRDAGLPSKRAPKEPADRIVIGPSHTIFARGLDGFLHGFGADGSRAWNSADSASCPPTRFCTG
VGYLGGGYVLLMLQQQRLLPAIRADDTEQVSTLLKAIQSGAELEAMLSERAPSNRNVLHLCVSVQMAHTILSAPHLSDEF
ARTLLFERDSNGTTPLEAALWDDRLALAPLLLRYMTRSLNSVTTSDQQVALAGTLSDSLVALLEVERSKAILDKVVTGAN
AAAAAPSTTTTTTTTTTGAAASSSEASASPDEFTWAAGQPLAADKFVTLHGAKHDNSRLEFGFPAGAATSSAPAEAVGAI
WLKRPMQVKGGFEADFTVTLPRNASNADPVVRGFAFVLQTVGLTAVGEGFDGIGYDGMPQSLAIDFRPGTSQSWLVAIHS
CWGNPAADEPTNSASLAFALAATATEFTTVPNMGDGLAHDVHLTLEGSTLRVYIDRNTNRNAVLSCELNDLVLSFLDQLN
GAAHVGFTVGHNRNPGAVAGFISALSFKSTSSKPSADSASTGLPSTTPDTKKSSPSAPILWATPGADLFDVDLDAMLDPT
LLMSGEPTQATRPLFAASAFSLFPTQKTEAPVPVARFAFGFTTDASKSAASSAQAPSEASSTDQTGAQAALKSSGNSGTS
SATTTTSTTTLRNVPAFTAFALAQSPPLSSITAETLVPVAVLAAVRDAAQPSGKTASSLPLGQVASVVRFVLALQPEHTD
SIESATVPLGLILKKEVARRVVTIMSIKHSLTSLVDFMLDHQPALLYRSVSSVHFGTKAISTSTVTPFLHAIKCQNTPLA
LRVLHKFEEQGDTHLRHLLTTPDDEGNGALHHLLDSIHPGASPLLDVIVRLGLTTVPECLTRVNGKSLTPFTNALDAPMD
ASAAQLLAAVRKQVQELLAAGSASSRVSLLSRVESFVSDSTKTDDGMLLHRIMANTGQFGSSVSSYLSANPIEPATHTVQ
RLLQLNWCTFPATGSQFKNQYYYVCHDCKPRAQNGSSILAACEVCILTCHKGHRVSEELVGDFFCDCGANALPSPCCSLL
PSHASRSGATAASRLALTDDLIKFCLEFVPTTLSQLDDNKMTPFLRAIYSGGLDPALKLLELIEARPDAKALAQQCIIPS
DWRGNSPLHLLAAFASHTSYPSGAVFKAVVGKLVALHPPLLTQLNLTCETPLHVFLQSSLVKSTCSLGSTSGPAPANNGG
FGGFGNNNNQDAAAMQATITETLERLNRTPEQGFAEFADNQSSGTNWASLQSSLLAELCDDVEPRLADVVAHGLALREKA
RAKASASEASAPAAASTSAAASASAAASTSTAASTSTAASTSTAASTSGTATTTSEPSTSRSSSADEASRRSRPALQRVA
AASEDAPATAEGSTLVSAEQAAQQDAPAAVSKLDDLVFLMMQQGPGLVDRIIDCIFAGSDKLDAPETSQPSSAAVLVDDA
ASPFFEASRNASPSLAMSLPNIQGRFVRSVVRVFITHYLSVPEAERPKFEIQTSGFSFGNNFITNGAVALELSIVAANCR
RVFDAFPLVAVRELSESGRALFAILQQGSLSPAEHRLLLPGRDPLRARKWAVFNRPTLKPGQAIPIETVDRQSLEWAQTP
ITEENKTKGAQILTSIFSRILKEVAELAHGYEAKLSHKNDAVSENAAALSSVGSANVVADEAASSPAISIALSSEGVPNN
ASPGAKHSYTVRRRVRHTPFVREEIHRIVVRMASAPWAWIASSMDLLEAQLREGLVMPFPMGKGTVTGTILSILRAHNHE
HGRLTPAVNVHGSKSLAYIVDAFFFLLKHLPRMSQSLGISLSLNEPLAPSAALSPSTSTPSTPSVSDAAAQSPPSLPSTP



SGTQKRVTKMDSFFHRSASIQGYVQGDADPSSPLVSTPLKTTIPIAVNPSLLDVQKAGIMALGMSDEQLGRSNLRMTLIS
RLESRDQVGRSYHSAGRGGGGAHGHGAAHSHMSHSPAHQLGAQQGAHPVSISGVGVSPLDSTHPITHQSSIGASSTALVA
LALEDASYEDLMSRWCLALRLFARCFFAELSRERDSQVVQLAEFTVKIEHFQRLMSESLSEAGGSSMSFEQVDRENILPG
VFEQLGRSEGRVSSVSARFAREDGGGAGVTRGFFTAVAEALMAPPPAPNSEAGRKAAAQLAAAMNSNQPHKHADSLFYEP
GNAGFFSPRHFPEFELPTLPVNSSGQPIIPPEKAADYARRAAILKQYRCVGRFIALTLATQHTIPLTFNRHVIKYLLDKR
LYSHDLAFYNVQKFESLSYFVRAPYAEWADIEQTFEISRSEEEGGGTVELMPGGKDVLVTAENAHLFFKLHAEFLMVTNV
QPALDAMREGFVAALPRGLLGYLTPEEFLFVLNGSGSNIKMEDLRACIHFHRRMGLTPERTAEFEGWLWQVLEELSPQDK
SKFLYFVTGSSRLPANRQHFNLQITLTGCTSDSSCSIGTCTHLITAASCFMRVDFPLYASLDILREKLNYAINNCISYLL
H*                                                                              
>Mvib_comp7828_c0_seq1_fr1                                                      
TSIRIQVNVVGCSRSDGLRQCRPGRCTHMPNAAACFMKLTVPAYESPRVLAEKLAFAIEHCISYQRS*NESSFINSTVPL
SSISLFSFSISASFVFLCVLVEKQKKKKKRK                                                 
>Mvib_comp7828_c1_seq1_fr2                                                      
LLLLLLF*KY*F*LVHKLLLLLL*NELRQVLRDMSDEQRSQFLYFATGMSRLRASASAVSVGDNESPP            
>Mvib_comp294_c0_seq1_fr4                                                       
LLEFATATSSLPLGGFAQLATLGPGPDGFFLSVKGGDAARDADTQLPTAATCFNQLRLPPYSSRLRLREKLLIAIRHGTK
GFAFS*FV**Y*LIM                                                                 
>Mvib_comp6172_c0_seq1_fr4                                                      
RWKWGVRVCVDRRDSVFLTAVRAVDGVSPLRLRLPFVVEFAGEPGECVGPLREFFGLLGASTVESGLLADDGLKGHKLVP
TEVLERDIQLSWMRSLGVLIACALVSGQRVELPLSIAFLQSVLEADARSPELAELESVDSDLHRSLVWLMECTTEEEVAG
LEGTFTVPGNDTMELEEGGAERAV                                                        
>Mvib_comp8370_c0_seq1_fr4                                                      
STVDVSALEAVATYDGYTAENSVVVWLWQLLHSMTEPEVRQFLQFVTASDRVPVQGFATMSFVVQRNGQTSTRLPTSLTC
FNRLLLPDYPTKICLRDRLWKAMEHGGEGFGLV*FKSIP*YIGCLIKKN                               
>Mvib_comp8956_c0_seq1_fr4                                                      
ARVCGAVGRMVGLVLGQRQARATFPANFSLPIFKLILGQQLTMDDLDLVDSGLCSSIKQVCMMDSASVADLDLRFCVDLP
VLTETSTTTTNTYDLVKGGAEVPVSAGNRLGYLERRVRFHLGMDLPLDLFVAGVADCVPRELLTVFTPEQLMILVNGRPT
VSASELRAGMRVGSTAPAAHILEWFWEVLEEMSDDQRALLLVFMTGSPSLPPGGCAALRPPLTITRSSREGSASLPTAHT
CFNRLDLPAYESKEALKNGLEWALGGCSAADFGFL*LLLSLFLNKEISVVLVSIQN*NKHQGS                 
>Mvib_comp8971_c1_seq1_fr4                                                      
LEESPVSSPARTAYGRAYRFIGQFIGLTLVNDHVVPLALNRHVVKLLLGRRLHFTDLAFYNTERYESLRKMLLMSEEELE
ALDMSFVVPRGAHEGATEAVLCAGGEDLRVTTTNVSTYVKMSVRYLLERNTRHALEEIRTGFHQCVAESVASMLTPEQFH
LILSGSGAVTYADLSPCLCFGGDKLTPGRENELRQVLRDMSDEQRSQFLYFATGMSRLRASASAVSVGDNDSPSIRIQVN
VVGCSRSDGLRQCRPGRCTHMPNAAACFMKLTVPAYESPRVLAEKLAFAIEHCISYQRS*NESSFINSTVPLSSK     
>Mvib_comp10128_c0_seq1_fr4                                                     
RLGGSHSFEDKRARFRTLLVEMCGSPSSRTLALTFTRETLLQSAMSKLKGLSMDKWRRPWHVRFDGEAGIDAGGLRRELL
TVLAATLVKTLFVPLTKPVQDETEEEAEEDSSSGEVDVFADGSVVVHPRPLTDIERPFRSLDWFKLFGRVCGKLIWTHTF
DNLGAFLASHLSRAFVRYVLGFRVNYRCFETDDPALWNSKVRYILETDIGDGEDLDLTFAVEVYDEHGRVVREDPLLSGG
ATMRVTQDNKMRYLNCLAQYHLETPVREQMDAFVTGLHEIIPDDALCMFDDAELEMLLCGMNTIDVDEMQRHVNIESTGA
QFSQIITWLWSVLRNYSESQRARFLHFVTGSPRLPPRGFAGLHPHLRICNAGSLDRLPTAATCFNLLRLPAYSSFDSFHR
SLTIAITHGSEGFSNA*KTHTYILYTMIMIIIILIILIVLLHSRLFNCQRKKKTH                         
>Mvib_comp10823_c1_seq1_fr4                                                     
LIALIRYHLGAALPLKEFLEGFRDVGLPLWLLSFFTAPQLQVLACDVVSRARVSIAHLRDILKVPVPTQDGSASEYQGAT
WLWQCLENFCAFDKALFLVLLTGTCAIGPTTSSYHVIWDSWHASDEPVTGMH*SI*LSYMCDHERDERKGDMSG      
>Mvib_comp11422_c0_seq1_fr4                                                     
VADARKHFEFLGMLTAKALSCGVLVELPLAPFFLRRLLGRHNSIHDLQSLDAELHRNLLRLRDYNDGELEELGLTMSLIT
TNALGSAVDTVDLVVDGRNVPVTRVNRSHYINAVAHYHLNVKIASMCDAFLRGMAYAMPVVSLRLFDAEELQVLISGAKT
GIDLADLRLNCQMFSAGQDAELQAVIDRFWRALEGFTDEELGKFLKFVTGCSRPPLLGFKSLSPRFAIHLSSKGRLPSSG
TCMNLLKLPPYETDEEMREKLLFVINAGAGFELS*NKHCT**YSSFLGGFFCCIQSCTSG                    
>Mvib_comp12081_c0_seq1_fr4                                                     
EVATLQEQRRSFFDRLLSGHDMPYLIIRVRRGHVLRDTVVQLTSKTPEQCKKPLKVVFEGEEGVDEGGVRKEWFQLLVRE
LFGAEFGMFCENHETNTHWFVRSELDNTDEFNVVGLILGLAIYNAVILDVHFPLVVYRKLLGQTLTLEHLKDIRPSLASG
LAKLLAFDEAAEGATVEDTFMCTFSVPYVNMFGETEVHDLKDNGNAISLTVHNRQEYVDLYVNFELNRSVERQFSAFKRG
FDMVAKESLLQQFAPEEVQLLVVGSTVADFSELESVTVYDGGYTAESDVVRMFWAVVHEMSAAEQRLLLKFTTGSDRVPI
GGLARMRFVVTKGGPDSNRLPSSHTCFNVLLLPEYTSQEKLARLLLSAIRNCEGFGML*TQVCV*HSYSSCIVHIHN*KD
SK*HKCREK                                                                       
>Mvib_comp12608_c0_seq3_fr4                                                     
LLVVFIVGSCAFEVACLICLVTVVCMCVCALPPLCVLLQCSKPPILGFGHLEPRLGIRCVHPDDNEDDIVNTTPSGIVRA
LFSSSSRGETRRLPTSSTCFNLLKLPMYNSKKTLREKLIVAITSGAGFELS*LEGLCFYYFMYYLVV*TNFPPLNEKKKK
>Mvib_comp15390_c1_seq1_fr4                                                     
GRHFFIDHNTRATTWTDPRVVAPVPPAPTPAAVPAPSHPPAQPLPDGWEERVMPDGRHYFVDHRTRSTQWEDPRLTTATT
TTTAAAEYDRNYNRKVQTFRSRLTKSPGKIDLQIRRDNIFEDSFRQLLTKKGSDLRKRLNIVFAGESGLDYGGLSREYFF



LLSHEMFNLSYGLFEYSSADIYTLQINPHSGVNPDHLDYFRFIGKVMATAVFHNHLIDGFFVSSFYKLMLGKTLSLADLE
GVDAEYHRNLSYIIDNDPEPLCLTMSIVNEAFGQTETIDLVPNGRDIDVVESNKLEYVRLLCDWRLKRGTDEQFNAFKKG
FYEVIPLHQLRIFDERELEVLIGGLSEIDINDWKSNTQYKCGYTAQSEQVVWFFKAVESFDDEMRGRLLAFVTGTARVPM
NGFSQLYGSDGPRKFCIEKWGRPDQLPRSHTCFNRIDLPPYTSYHSLRRSIIIALENTAGFANE*TRFGIIRLSNQ    
>Mvib_comp15492_c0_seq3_fr4                                                     
SLSLSLFFLFFFRFLSLSVIPPRSFCVFSHPFCFLSFGFLSMHLFPLTISSLYPSSFNRLELPVYSSKEELHRKLFMALD
NAEGFKAE*NR*TLY*LLTE                                                            
>Mvib_comp8370_c1_seq1_fr5                                                      
ALVGKLLGLAIYNGVILNLRVPRLLWKKLLNVPVSLVDLADIQPELARGLQAMLAYDDAETFDEVFCQTMAVPAVAAAGP
LTVDRPIGGADCCQEEVCVAGCASRATTDRVELVPNGDTISVTLENRDEFVKLYVSYLLCDSIAVQFSAFQQGFVDVCGG
PALELCAPEELELLVCGQSTVDGSAL                                                      
>Mvib_comp10241_c1_seq1_fr5                                                     
FDNKQAWFRRQLRHDLAMGAQQGRHRAAPLRVSVPRQDIFEESYRQLASKSPEEWRGKLQVQFRGEEGVDEGGLTREWFQ
VMSRSMFNADYALFRKSHNGTYQPNSNSYQQVGHLSFFKFIGRVIGKAVRENCLLECYFTRALYKHILGINVTFHDLEAQ
DPEYYNSLVWILENDITGVLDLTMCLEIDSFGELRIIDLVEPNGRDIPVTEANKREYVELAARAKLTETIRPQIDALCSG
FYDLVSKEHVGVFDPHELELLISGLPDIDVDDMRANTVYSGYTEHSPQIVWLWRVVRSLDRTAKARMLQFITGTSRVPLN
GFAALEGSSGISKVSVHKDHGSSQRLPSAHTCFNQLDLPAYESYEILRDQLMKAINEGYEGFGME*QCTQSVSLSLFYLL
PSLHVVCIHFLCIKH*T*HIFRVV                                                        
>Mvib_comp10908_c0_seq1_fr5                                                     
PDAATAGRKVECDLPLFATAESFERAATIPNAREKACGRIVLRFALAGSDPRPFRRPSLPHHPINETLFAPARVALGSGG
PTGLPSRSPQQQEPASGNRPIRWEKRINDRGRPFYVDHVERRTVWELPPGAVVDKDSTADPAASMPPIASGPNLPSPIPA
GSSPTTTAAAPSAAQAPASLPVVAAAAAEEPLPAGWERRVDARGRPFYVNHNERTTTWVAPTSATASSMNAEALRQMAQR
SLPGTNPTSTPPPTTPNVTTSTATPTSTPTATAPATAPVTTALPDGWERRVAASGRPYFVNHTTRTTTWEDPRGPGVLNT
EALAMPPNWEVRVTAEGRPYYVDHSTRTTTFVDPRPAFYAGNTNTGPIPIYQRNFGAKMALFQSNLGQLRLHGECNLFVS
RDNIFQTSFEQVMMQSTETLHKRLMVRFTGEEGLDYGGLAREWLFLLGRDMQNPNYCLFQYANENTYTTVINPNSGVNEE
HLHYFRFIGRIIGLAVFHAKFIDTGFTLAFYKRLLNRPFDVKDMELVDPDYYKSLIWILENDIDECDLGMFFSVDYDNFG
ELKEFDLVDGGSTVAVTDANKKEYVRLVTEWRLSRGSQEQFQAILTGFSEIVPLSLISVFDEKELELIICGMSEIDVNDW
MAHTIYRNYTPQSPQVKWFWQAIQSFDNEKRARLLQFVTGTARVPVGGFRDLLGSNGPQKFCIDRIGTEKRLPRSHTCFN
RLDLPTYKSYAQLVDKLTLAIEETEGFGAE*KVTRISLKFPLCFDFFSFIKQLSVTH                       
>Mvib_comp12608_c0_seq1_fr5                                                     
VKPDEVGGHGDEATTALLLSARRLLRVLYDRDTRRAFCPADHWLIRDLRSATSEFDTGTPRSQLVLQWIPQTMSFHQRVA
LFRRLVERDMRLRVRDQSQSAPVSIRRTAMLEDGFRGLQAASSAFLRGAVRVKFVNEQGLDEAGIDQHGVFKEFLEEVIT
RAFDPSLGLFRATAVDQHLYPSPMSSIHENHLNLFEFVGKMLGKALYEGIVVEVPFAMFFLSKMLGRQSTLDELPSLDGD
LYKQLTFLKKYDGDVRELDLTFCVDESRFGVIETTDLKLGGAHDVVTNENRILYIHLMADYRMNRQFAKQSEAFIRGFTS
VVERTWLNFFSAPELQRLISGDARAFDVAELRRNVIYYGGYSDSHRVVRWLFEVLVEFDDKLRSAFLKFVTSCSKPPILG
FGHLEPRLGIRCVHPDDNEDDIVNTTPSGIVRALFSSSSRGETRRLPTSSTCFNLLKLPMYNSKKTLREKLIVAITSGAG
FELS*LEGLCFYYFMYYLVV*TNFPPLNEKKKK                                               
>Mvib_comp12608_c0_seq2_fr5                                                     
KKKKKKTWVQAI*GIVCPISVGIVVEVPFAMFFLSKMLGRQSTLDELPSLDGDLYKQLTFLKKYDGDVRELDLTFCVDES
RFGVIETTDLKLGGAHDVVTNENRILYIHLMADYRMNRQFAKQSEAFIRGFTSVVERTWLNFFSAPELQRLISGDARAFD
VAELRRNVIYYGGYSDSHRVVRWLFEVLVEFDDKLRSAFLKFVTSCSKPPILGFGHLEPRLGIRCVHPDDNEDDIVNTTP
SGIVRALFSSSSRGETRRLPTSSTCFNLLKLPMYNSKKTLREKLIVAITSGAGFELS*LEGLCFYYFMYYLVV*TNFPPL
NEKKKK                                                                          
>Mvib_comp15106_c6_seq1_fr5                                                     
AAAATTTTSASSDAGKKADRSTGDASSKSSRRLCLTLNGHVLSTSESVFQALQKYGMSRDSSASGGGDATTIEEHRATQL
RHSLLMRLLGRHGGPTTTITYREWRASDDADEAAKVRVDEAALALAKATPPRTLDDGVNQVPRCIASVLSMSLPGRSSGA
SNSEGSDDVATAELLALLRAIEILNRKWVTLFGIDARPHGGAVLSQGDFVNAKLTAKLTRQLQDPFTLCSSTLPEWCATL
THACPVVFSYDCRRLYFSSTAYGVARALTRLQERSADALQGVTSEQLRIGRISRTKVRIGRDRILKSAIKVMEAYGTQKS
ILEIEYYNEQGTGLGPTLEFYTLVCRELQRRSLRLWRGALGATDKNASEWVERGQGLFPEPLSPSAPNEEVQRRLELFRT
VGRFVAKALLDSRLLDLPLNPLMLQLLAGGRTAANTLALRDLHLVDEALARQLAGLAEVAEQWRTQGRVGDEVLVDGTTR
VEDLCLEFVLPGRPDYVLKAGGDVEVVTLSTLEEYLDLVVEATLRTGVMRQVEAMREGFAAVLPAGSLVPFDANEVEVLV
CGSGVWQWDVKTLSDCCRPDHGYTSMSRAVVWLYEVLTEMDVDAQRAFLTFATGSPRLPVGGLSALRPPLTIVRKTMADE
VEDSSLPSVMTCQNYLKLPGTHMQSAWNNLF*MFFFVCVCASLDYSSKDVLKEKLYLAMSEGVGSFHLS*EEGCV*EWK*
KRETILKGKKKKKK                                                                  
>Mvib_comp15106_c6_seq2_fr5                                                     
AAAATTTTSASSDAGKKADRSTGDASSKSSRRLCLTLNGHVLSTSESVFQALQKYGMSRDSSASGGGDATTIEEHRATQL
RHSLLMRLLGRHGGPTTTITYREWRASDDADEAAKVRVDEAALALAKATPPRTLDDGVNQVPRCIASVLSMSLPGRSSGA
SNSEGSDDVATAELLALLRAIEILNRKWVTLFGIDARPHGGAVLSQGDFVNAKLTAKLTRQLQDPFTLCSSTLPEWCATL
THACPVVFSYDCRRLYFSSTAYGVARALTRLQERSADALQGVTSEQLRIGRISRTKVRIGRDRILKSAIKVMEAYGTQKS
ILEIEYYNEQGTGLGPTLEFYTLVCRELQRRSLRLWRGALGATDKNASEWVERGQGLFPEPLSPSAPNEEVQRRLELFRT
VGRFVAKALLDSRLLDLPLNPLMLQLLAGGRTAANTLALRDLHLVDEALARQLAGLAEVAEQWRTQGRVGDEVLVDGTTR
VEDLCLEFVLPGRPDYVLKAGGDVEVVTLSTLEEYLDLVVEATLRTGVMRQVEAMREGFAAVLPAGSLVPFDANEVEVLV



CGSGVWQWDVKTLSDCCRPDHGYTSMSRAVVWLYEVLTEMDVDAQRAFLTFATGSPRLPVGGLSALRPPLTIVRKTMADE
VEDSSLPSVMTCQNYLKLPDYSSKDVLKEKLYLAMSEGVGSFHLS*EEGCV*EWK*KRETILKGKKKKKK          
>Mvib_comp15944_c2_seq1_fr5                                                     
TVECAVTETNKLDYIARYVNERLILPILPELNAIQTGFYSCPGMKEVFHDLSVEEAILLVCGERNLTPELILDNVRFINW
PEESKTPALFRTLMRSWAGDERRLRQFLQLCTGRDSMAAGALAETNQAIRIQRTTTTTHLPVGHTCSHLLDLPDYNDADL
LKEKMELALESIAGSGFHLA*CIVLKHTERGGRKKRSDRERERSSMRLLLK*L*WIKVER                    
>Mvib_comp234052_c0_seq1_fr5                                                    
SLPLCTPSELETMICGTAAVDVALLKANTMYSKGVSADSPHVVLFWQVMENEFSDAERRLFLRFVWGRSRLPSSSAAFDE
KFKIQAFVLDDGDDADRHLPQSHTCFFS                                                    
>Mvib_comp12864_c0_seq1_fr6                                                     
GSSHLLQVESALPALPLLLLLPFISTAEHHSLLCAIIKIVAELPPHISEALNALLRSLPLPIFSRILTTLQANLTRLLGT
TTRVSAALNGPPVSLEIQAVVQLLTRLAQCNTQRDKGEAAPLSHFYNDMLCAKINLEGDYSVWRKGVSVNPFVPIDSTPL
STALLYSNDPTSITTASSSSTTTKTAPLLNNTSVTASASAREVFTFCSHATALFDVSTKQKLLAVDSRTQMAEQACLAYL
QAFLTPQQQQVGAALTLRVRRDHLVDDVVRELMAHSAGDLKKAVNVQFVGEEGDDAGGLRKELFTLVVEQLLDPAQGMFT
TNDESGYVWFQRGPLADDNMYQVVGIICGLAIYNLVIIDLPFAPVLFKRLIGSGGSGVPPPTLADLRAVEPTIARSLQQL
LDDDSDNIAETYGLTFAVSIQCANGGGVEEHELVPHGAEVAVTQQNKHDFVRRYVELLLVDTVASRYRAFARGFLRVCGG
PVLALFHPSELEQLMIGARDYDFAAFEAVTQYHNGYSRDCPTIRLFWRVFHSFSDTDKHQFLKFATGSDRVAIGGFSRSS
FAIQQTHDTSRLPVAHTCFNLLDLPPYPDESTMRSRLLLAIRETQGFGLV*AVHSLICTEYTFYTYYCTLIIRASLNSMR
Q                                                                               
>Mvib_comp13541_c1_seq1_fr6                                                     
TETATATTTATTVIAGEPADLSSSTNSLDNHTLRRNLYDNRTNLNAAAMSQLGVEPSTPQVEGGNAGTLPTAAAPETSTA
SAGASNGEPTIVTSGGHTLVPLAEQPLPAGFEVRQTPHGQVYYVDHNTRTSTWQDPRIPTELSLNPEDTRLGPLPAGWEI
RRSGTGRVYFVDHNTQTTQFADPRLQTMAVDDDTSLPQYKRDLKRKILNIRSSLRQVQGHVDIPVRRDTIFEDSFRALQS
IAAGDLKKRLNIQFANEDGLDYGGVAREWFYLLSHELMNPYYGLFMYTREDGYTLQLNPNSGINPDHLQYIKFAGRVIGM
AIFHGHYIDGGFALPFYKVMLGKMLTVEDVDSIDPEYYRSLSWMLENNIESLDLTFSIDQEVFGNIENVELKPGGKDLPV
TEENKAEYVDLVVKYRLHGNVEAQFRAFMQGFNELVPQNLLQLFDEGELELLIGGMAEIDVDDWKANTLYKNCHPKDDLC
KWFWKCVDEFDTEQKARLLQFVTGTSRIPVSGFKDLRGSNGARKFMIEKVPQNTNGLPKSHTCFNRLDIPSYKSFAVLKA
KLTIAVEETMGFGIE*EERRALSGALDHIVFLLSHTLFFTTLFPFFSITLFLSLFVSVSLFVSVSLAIHLPSSVHYLFLL
CYTDRYKRTHTIMRNQ                                                                
>Mvib_comp14268_c2_seq1_fr6                                                     
EKEKEKEGGEDNDVDHDVDHDENEDDDDDDQWEEEEEEEEESRVVHVRDAVKKIESVGDSTSKGKGKGKSPARSSDKVGD
ASASTTTATEDDETPMTWTFVDSSEWKSGDVIGVLVNVTGSSLEFRRNGRPLASPLSLRPSLWPTTDSIAVMPYMSFDNT
ESVGLSTSETANVTSVDASAGSVAFVTEQKQLREPTVPHGYEAVDTSGTKEWEKQLIAFYETHERDESAKTQMASGGAHP
WTPAMTRDIATYVSSASRAAGLRDWEQAPKQGGGTDDEAEWVLEGNFKAREEDLSRELLPLGVAEVERRARVLAYISRDI
TRVLPFADGTGSVRARWSRAVRLYARDVLFVSTRWRLSETMIGVTFHYLQADDRPRITIDRVAARRYLAQPASEDSDSSF
FKQVFNAAGAFPAHIFHSSNPRGFFKVGFEGEKADDYGGVFRESLSEIALDLQSAASDLLVVTPNGGAFVPRVNATSAQQ
LAQFEFIGRMLGGCLRHQMYLPVDFATFVWQKVCGEQVTFSDYNNVDKAEVQRLQAIAGALSPDDLIDCDMTVSLSDGSL
ADVVSGGARIPVTMDSRLDYVAKAKQMCVGQFDKQLEAMRRGLISVLPAFSISLVRGVELSPRIVGIVSINVRALRSITE
YRGFSASAPLIKMFWAALETFSQAELRSFLQFACGSGRMPASFGVAPMSGTNDTLPTSSTCARFVMLPPYDSLDVLVVRL
KYAMQHCVAIDTDFA*EIQRERESVCEG*GENARR*QLSRSRHV                                    
>Mvib_comp14835_c1_seq1_fr6                                                     
LGGGCSAALAGAFAAASPAKPEPVTLPMEKSDGTTSEEKTGGTTSEEKTKETEESGDDGDAMLLKEKKLERERELEETFA
LFHEPGQPGFFAPRQHPHLLEPAGSHKRRLIVQRYRCVGRFIALAFASECVIPMSFSRHVLKYVLGRPLYAHDFAFYSAS
KYETLRKLLVMDGSELEACGLTFEIPLSAGEGGGTHVLCAGGSERDVTRDNVMEYVKLHARYCMLESVKGALDAMRTGFQ
EVLPIAPFRLLTPEEIHLLLNGRGADLDVDSLRAHCRITSSAGARAALPEVETWFWNIMKELTSEQRSQFLYFATGGARL
AADNTEQTTIQLAFQTCPNHTCAFRKCTHLISAAACFMRVNIPLYESQQVFKEKMLLAITNCVSYQLC*RENLSY*ILNI
***IN*N*NSEI*                                                                   
>Mvib_comp15028_c0_seq1_fr6                                                     
EEEEEEEAEGEEEGEVGEVGEMPSGRADGEEPRQVLSLRFIDRIAAVINAYRLYSKFFDEMGHEGVRFRVFMDRHEAVLR
TIVGRDAKVIFRHFHFLLEHPSLLSRFQDVVRAQPLAERRKWFYEYLHSQPSRNLDPVWSLVDVLEVDRAHLIEDSCVAL
AGLDLKKMLNESFSVRFKGEAGTGAGVRREWFDQLGREILNPDYGLFVFSTDGVTVQPNPNSCVLNPDHLSYFRFAGRVL
GLALYHENLLDVHFTRSLYKHACGIALDYRDVASIDPEYYRSLQWILDNDISDLQLGITFAVEVDKVGCTEVVQLVPDGA
NVPVTEANKREYVHLSTQLKMTSAIGSQLLSFLMGFHEIVPPTLVTMFNDFELELLISGLPEIDVDDWERHTVYTGGFDK
DSPVVVWFWEITRSLSQEDLAGLLQFATGCSRVPMHGFSKLPSAGGGLVCFTLSKLRCDPGSERLPSASTCFNLLKIPEY
DSKEQLCERLLVAIRCGSQGFEFA*H*NAQRHKQSLYLTHKRRNNNNSFIK                             
>Mvib_comp15492_c0_seq1_fr6                                                     
EEEEEEEVEEDLPFETDPLDMEHIELSDSWRMEVDPEGVVFFVNIDTREVSFILPSGARQSRPRSRSLLQRLTATSPASP
RSTSAPASSSSPTLHSNMTNDNTSRSRTASHPKSSPCPSSPLRVRSTSSALLSTTPPASPSSSSFLIPAQLEAPTVALSP
TEPHSITVTWLPPPPVPLPHSPSSSSSSTSPLTYVVSQMLLPSNPSTVRRSTDAQDIYRGTDLNYTACRLLPLRTYIFFV
RAENTWGTSPRSDPSDEITIVASTPVTINSSGASTSASATAVEHDDRQHCPLFMSGYCPYGDECQLSHGTGGPQTEDDLL
AAMIASSFHDDPNASLTMAIAASLRSVESVPIDTSHMSQMERLFHAKHQRLTDTHLKLLSGETHFSVSRSALYDSSVSKV
LRRSPKELKKHLFISFDDEGGLDYGGLAREWLFLLSQELFSRSLGLFEYSCDAHYNLQIASASNLVPDHIPAFQFAGRIV



GMAVYHGHLIDAVFVKPLYKVLLGRPITLSDLESVDPEIHHSLLWILENDPAPLELTFTAENHILGSTQTIELVRGGSGV
AVSESNREDFVRRMCVWRAHRNTQKQLAAFAMGFHEFIRKEWLHEMDEVDLEMLISGHVRYNTDDWRRNTVYKGFSAEDE
TVLWFWEIVESLSDHELARLLQFSTGTSRVPADGFQALRASDGPRRFTVQRIADSASLPTSHTCFNRLELPVYSSKEELH
RKLFMALDNAEGFKAE*NR*TLY*LLTE                                                    
>Mvib_comp15492_c0_seq2_fr6                                                     
EEEEEEEVEEDLPFETDPLDMEHIELSDSWRMEVDPEGVVFFVNIDTREVSFILPSGARQSRPRSRSLLQRLTATSPASP
RSTSAPASSSSPTLHSNMTNDNTSRSRTASHPKSSPCPSSPLRVRSTSSALLSTTPPASPSSSSFLIPAQLEAPTVALSP
TEPHSITVTWLPPPPVPLPHSPSSSSSSTSPLTYVVSQMLLPSNPSTVRRSTDAQDIYRGTDLNYTACRLLPLRTYIFFV
RAENTWGTSPRSDPSDEITIVASTPVTINSSGASTSASATAVEHDDRQHCPLFMSGYCPYGDECQLSHGTGGPQTEDDLL
AAMIASSFHDDPNASLTMAIAASLRSVESVPIDTSHMSQMERLFHAKHQRLTDTHLKLLSGETHFSVSRSALYDSSVSKV
LRRSPKELKKHLFISFDDEGGLDYGGLAREWLFLLSQELFSRSLGLFEYSCDAHYNLQIASASNLVPDHIPAFQFAGRIV
GMAVYHGHLIDAVFVKPLYKVLLGRPITLSDLESVDPEIHHSLLWILENDPAPLELTFTAENHILGSTQTIELVRGGSGV
AVSESNREDFVRRMCVWRAHRNTQKQLAAFAMGFHEFIRKEWLHEMDEVDLEMLISGHVRYNTDDWRRNTVYKGFSAEDE
TVLWFWEIVESLSDHELARLLQFSTGTSRVPADGFQALRASDGPRRFTVQRIADSASLPTSHTW**LVQSHNQSHNHNQS
PTVNRDQSLHCDCFLHSFFSFFF                                                         
>Sarc_SARC_00151                                                                
MLNPNYCLFEYANENHTTLKINSNSSINPEHLSYFHFIGRVVGMAVFHGKFIDCGFTLPFYKKMLRKPLTLQDMEAVDPE
YYQSLTWLLEHDIDELYLGMTFAVNYDAFGERRTHDLKVGRTSYVCAYSTPVYVWICELPLWLCVLFVCVHLLISAVSTP
SHSLDYTSLSKRCYLICGVQEIDVDDWERNTIYRSFTPNAKQVRWFWQFVRASGSETRARVLQFVTGTCRVPMDGFKGLQ
GSNDLQLFCIEKVGTEGWLPRAHTCFNRLDLPPYKSYQQLCDKITIAIEETEGFGQE*                      
>Sarc_SARC_00172                                                                
MSVSRSNGVSSNIPESSDDSEVAALGVQPEQSNAQRVASIPARPPAPARPTPPQRAQNNATPNSDVVTTGMQATQPLPPG
WEMRVSGSGQPYFVNHLERRTQWVDPRSEMAQMPLPRGWAQGVTNEGRVYFIDHNTRTTTFEDPRTNRVYQKEYESSIPE
YQRNFKSKLGKFRQYQVVTPRVECPIQVSRDNLFEDSFNQIMHTPPKLFKGRLIVNFKDEKGLDYGGLQKEWFFLLSNEM
VNPNYCLFEYANDDHTTIAINSESGINPEHLDYFRFIGRVIGLAIFHGRFIDIGFTLPLYKQMLNKPLTMNDLEQSDPEF
HKNLQWMLDNEIKDVLDLTFSVDYQRFGQLVSHDLKENGSEIEVTDDNKAEYVQLVVKWRLTRGISEQWEALKSGISDVI
NIDQLCIFDEKELEVLICGVNEIDVSDWEDNTIYKNYSPDSQPIKWLWEILQEWDNEKRVRFLQFVTGTCRVPLGGFRDL
QGSTGIQLFCVERIGTPEWLPRSHTCFNRLDLPPYESKEQMSMKLALAVEETEGFANE*                     
>Sarc_SARC_03555                                                                
MVDFFNADSDFNLGGGDAATEAALQQMLQQLGLDLRTAMTGQHAKIRDFLTSMKDPSPSKQLSSLSELCEMLSMGADDTV
SNTLAREMVPVLVELLNTGANDEIMITACRALVYLMEIMPSSSDVVVSEGAVPVLCAKLMVIEIIDLAEEALLAIEKLSR
RNGDALLEGGGLAAVLTYLDFFATASQRSALTSASNMCAEATNTKECYESVLPVMGTLRHLVASGDAKMAERACACCMNL
VDVFQGDATKLETIAGSDLVPNLLTNIGHTQESAAVLTTVILTLAQLCNGSPKLAAACFAQNVPDLVYNFVVEEHHSVKA
ETSTDSPLIAHKGNALAHVPTTTGVVLKHQPPKQVQEFFTLMCHMLPRLPHTDLYRSLGSEGCKGGHAKGDVKANVDYRA
LARQWIPVLVEVHVSMFNLALQESCLSLLLKILVCVCEEDKKGAHHTQAEQDELSACLSELTASFIASLLKTSRASPIMF
GIAMATTLLKRVPNVYMAAFLREGVAHEMQRLKVAESAKESKHKSGDHGSSSKTSGVKKRASVEGSDKQRKWIKRYAGEF
MAVLQADSSASSLLSEQSATNAALATLVDALNNAKNGDSQGLRLLRDIITTQHPALSAYEVNNSGLVPALLSYFSVSEPA
HRLERLRAFVKLFLTPTRVQSSTARAMSVDADAAVDNYAGIVDGSEGPPAMKTLLRMLNDVLSRVETFPLQIHNVVASDG
SPSSFSNHLKVLTQPVKIKLERAAGQSAKLRELKKVVAVEPMASMSAIEDFLWPEVRPKDTITGASESSASNRLGDLARA
LERMNRNGTDVDDVTTKDSDEVADEPSDDADTDTKADGGSDTEKFAQAEDARGDKADTDASAATKPQTRSQTKARAEVDT
KPDTKDDKIPSPPRASARTQSHPLHSTSKTLESRKSKIKKEKPTEPKLDFFVDGHLLDHKTTVLHCLQKYTDFSSREHKV
PGTSQMSRGSSQWSSSSNLSGDKEFVITYAIREVDQPDTFSRNALSSVHTPAAPYTSACAASANSSEESSSAGAVIGSRK
RALSVDGIRVHGPEDSYLHVFNDVLEWDESDTKQFIITDGATIHTIRILRLVHSVNSRWYLLYPRQEALAMRDQVRILSG
SAFKNKTLNAKICRQLIDPLTLASASVPEWCDALCHRCGFLLPMKTRQSYLHATTFGIARALTNLQKQTEQSGGTQKAEL
RIARIQRAKVKINRDSMLDACKKLMSRYASSHMMLEIEYKNEVGTGLGPTLEFYTLVSREFQADELAMWREKQQTVGLYP
APLPTDIKSSRKRCRMFRTLGQFVGKALWDSKMIDIPFSQTLLRWLLFEEDQFRITTLEDIDPALCRTITALDDVRQQYE
VIDTNEALTDEEKEAQINALRLNGATVEDLCLDFTIPGYPDIELIPGGADQTVDIHRLGQYIRLVVKTILVDSVAQQMEA
FRSGFDEVISLTALKGFTPNELALMLFGAEEKWDVETLAANTKPDHGYTSESAAVKNLFFIMANYTPDEKRKFLQFITGS
PRLPVGGLKSLQPPLTIVRKAPDDSMQPDDFLPSVMTCTNYLKLPDYSSREVMAERLVTAINEGTGSFHMS*        
>Sarc_SARC_04028                                                                
MHIDLQMRINLCAHTSFQYGTTKPIDLKPNGGDIPVTNDNRKEFVALYVDWLLNKSVAKQFESFSRGFHRMCGGKTLDLC
IPEELELLICGSPELDFTALQENAMYDDGYTRDCVVIQWFWLLVEGFDEDKKKQLLNFVTGSDRVPINGLANMTFIIQRN
GPDSDRLPTALTCFSRLLLPEYSTYAKLKDRISVAIENGKGFGLV*                                  
>Sarc_SARC_04116                                                                
MLHLPDPFAILSVDGNKYRSPVAKKTFNPEWSSKHTVKVKLGSSLTVSVYDNKRFKSADGAGGFLGLVVVPVSSLISNDL
SAGVTIPYRLLKRTKHDTVTGLFVMSCKYANKKRDAPIAAQYLRSLNAERTRRTTHPTFNPDDNEYTAEEMQDYHSGVEN
NTFGNEQPDYKPNAQLRSYGKESRRLSVQVKLDLPLLPESDSSEKTVSAIVPATPDTPKVSMDTDHSLIVEWSGVGGQSD
KGKGEVNNANTVVYKLYTDGGTEKRSDNSDTIDDADQLEYVGPNLVHTAVALKTGWYYRFRLKASNDYGQSKPSGWSDPV
EVRRPKPPTPPPAPVVNTPEVVDDRPHCPFYMSGFCRHGAKCQFSHGTGMQDADAIAAAMLGAALNEDHHAGIALAMAKS
LEESQGVVVDTTELSQLKRDLYNKRKALANKLPQVKGECHLTVYRTQLFASSYAEVMHRSARELKKKMFVHFHGEGGVDY
GGLAREWLFLLSHELFSTRRGFFEFSDDQTYLLQISSSKLVQVDEGTKSARNAASNVEDKDRTASEQDEASETPNDKTNT
GTNSDSPSSESQARESLKRASAAKAMNAPELLKYYNFIGRVIGLGVFHHHFLDAVFVKTFYKSLLNQRSTLSDLEGVDEA



LYKSLLWILQNDIEDVLELNFCVDAMVEGEVVSVDLKEGGSEIDVTNENKEEYVNLFMEWRINRGTHQQLKALKDGFSEF
VPADALADFNAHDLEMLISGEINIDLDDWKAHTTYTDTDENDNIVQWFWKLLEESNRDLRLRILQFVTGTQRIPTEGFQA
LIGTDGPRRFCIQKTGDVAKLPTSHTCFNRLDIPPYKDFETFSTKLITAVQNFQGFSNE*                    
>Sarc_SARC_04261                                                                
MLGKAVYEGVIEDVLLAHFFLNKILGRYNFRNELPSLDAELDKSLRFVKSYKGDLDDLCLTFSSDEDVFGETITTDLVPG
GSAMAVTNDNVIMYIYLMADHRMNKAIEQQSKAFVKGFTEVIHRNWLRLFSATDIQTLIAGDGAGGVDINNLMEHTQYGG
GYSSGHRTVRNLWSVVKDDLTPDQQRLFLKFVTSCSRPPALGFQTLQPQFTVILQPNEGNDARQTRPTLNMLTFGLVGTM
DTSRLPTSSTCFNCLKLPPYKTRSNLKDRLLYAISAKAGFELA*                                    
>Sarc_SARC_08058                                                                
MPATLRPYIRTLLPDSSPHLSLIESQTPVSLGRTHTDNQLSHISVAGTSSILQIPWPERSILQAVKKKTLSPYWGEEFMF
NVVPSRDRITLQVFDHHRFMLKKAGFLGMVELSLKDLDIPGPNEEMKQENFSLKGRKGVTQKKISGSLTIRLQYSRVPEN
EAPQRNTTSTNPEPAAALPPTSDDLFQAPPNANVPSTTSTAAASSSAAGARGNAEGAESESEGEQQEEPLPEGWEEREDQ
NGRIYYVDHNTKTTAWTRPTSTNTDSIREGRQRDNAQEQQSFAKRHRTSFTSESGAGKSAVQEVQEGMADMRMHEGSSRA
GGASAGASSSGTSSRTGSTGGSKKYASVAVSAEETPLPVGWEMRSTPEGKVFFVDHNTRETTWQDPRKPKPTPGADQGGD
SSGGASTLNTPTTRNRASSNPNLGTLPPGWEERRTHDGRIFYVNHIERTTQWEDPRHQHSYSQNTPAQAYARDYRTKLAY
FRSKLRQREGKVDITVGRNAVFEDSFREVMRYTPDQLRKRLWIKFEGEDGLDYGGLAREWFYLLSHSAFSPYYGLFEYAA
SDIYTLQISPNSGINPDHLQYFEFIGRIVGMAVFHGKLIDAFFIPPFYRKMLGRPMEFEDIQTVDIEYYRSLRWILDNDI
TDVLDLTFSVTKENFGNIEEIELKPDGDNIEVTEENKKEYVALMTEWRYSRNIEEQMNAFITGFNSIIPQHLVKIFDEKE
LELLIGGLAEIDVEDWKANTEYRNGYHAQHETVVMFWKVVESFDNEMKARLLQFVTGTSRVPVSGFKELHGSNGPQKFCI
EKVNAVDGLCRAHTCFNRVDLPQYASLELLSERLVFAMENTAGFSNE*                                
>Sarc_SARC_09641                                                                
MPTADTDSPMPSKEKDSSATARKSLSKKPSTKLPQNTNSAPKSERSPNSAQTGQGASSIPANGTASTGTADVMVIDFYLD
GNYIPRDLPIFYAIQRFAPSFERDFTHSHAKADAVVDNTTGDCESNRHIPGSYLWNRNYELTYRVRMATADEAPPALSLS
LSDSNAHRNGQKLDATSVLAPPPTSAVKLQYVNEFADPRELCKGLKMYRDRGENVSVEESAIREVLVYAIFHLMAVVWRH
TQGTGGSVLLSPGEFVNPKISAKVTQQLADPLSLASRCLPQWVGALMHKFGFLFSYECRRQYMMAMYIGIPRSTQKMISA
SGRTGSALHRLTADRFTHTARIKARVRRQHLLQSVFKMLTKLGDYRSIIDIEFVDEVGTGLGPTLEFYCLASKEFQRRDL
KIWRDADASAASEETKECVKSMCGLFPRPEPVVIANEKSPKDLPTSTDKAKSQQPTATDATAERWQYSTSLFHAMGMLLA
RALYDNRLLDIPLNPVVFAWLKLPSVDSNSDYSESNDNAKVTAADVRVSTDSVSSISTLANLALVDAQLAQSMQKMQAAA
LNKKSTGGYV*                                                                     
>Sarc_SARC_12233                                                                
QLQSKNPKDLKKQLRVTFVGEEGVDEGGVQKEFFQLVIRDIFDPKYGMFTYNEAAHHYWINPTSAYLGSEGEFFLVGLVL
GLAIYNSIILDVRFPMVVYKKLTIPSGADSDINVDVTLDDLKEADPELARGLEQLLKFEGDVSSTYHRTFQVEYDLFGEV
QTVDLTPNGGVKQLTIENREEYVDLYVQWVLNHSIATQFKELKRGFDVIAVGGALQLFRHEELELLICGCQDLDFEALEA
STEYDGGFTAQTPVIKYFWEIVHEFTDAQKKRLLFFATGSDRVPIGGLANLHFVIAKNGADSERLPTAHTCFNVLLLCDY
SSKESLKAKILTAIENAEGFGML*                                                        
>Sarc_SARC_15494                                                                
RVVFDGATVDDLCLDFTLPGHPSIELVPDGKNVAVTSDNVTDYVEAVVQYTLVDGVREQMMAM                 
>Sarc_SARC_15749                                                                
CAEFRLLLNGVSTLSVSDWRAHTHVHNPSMTSAAVVEWFWAVVEELSQEEKSLLLMFATGSPTTPAGGF           
>Sarc_SARC_15876                                                                
DIKKPLKIKWVGSGEEGLDMGGVQKEFFQSVFENIFNVGVGMFTYCEETRLFWFNANSLESSKEYEMVGLLLGLAIYNGV
ILDVKLPLVLYKKLMG                                                                
>Sarc_SARC_16718                                                                
EDGDNIDVTDANKHEFVKLVAEWAFTHNTKDQTAAFLKGFDCIVPLDNLQVFDEREIEVCLAVLEA              
>Sarc_SARC_18059                                                                
VYTSHERFSLLVYSRPVEWLFNVISKYSSEEQRKFLQFVTGAPQLPVGGLAALTPPLTVVRVRSDVDTCDSLLPSVMTCQ
NYFKLPGECVVEHVRVL*                                                              
>Cfra_g103                                                                      
MALRVPQSGLASMMKEGTSNFSGMEEAVFRNIKACRELFNVVQTSLGPNGMNKMIINHLEKLFVTNDAATIIRELEVEHP
AAKLLVYAAQHQEQELGDGTNLVLTFAGELLDQATELLKMGLHPSEIIAGYDKACNKVLSELEENLLAYEVKDPRDATEM
AMILETVLASKQYGYEHMLAKIVAEACVQILPKNVKNFNVDNIRVVKIPGASVQDTTYVKGMVIRRSPEGMVTNVANAKI
AVFSCPLDAGKTETKGTVLLQNAEELLKFSGEEENRLEQIVSEIAAAGTTVVVAGSSVSELAVHYLERHNIMVVRVQSKF
DLRRLCKVIGSTALARLGAPTAEEFGHCDSVGIKEFGDQHTTVFVQNNTSTQLATVVVRGATDNILDDVERAIDDAVNVF
KQTTRDPRFVAGAGATEIELSRRVMMFGEMCPGLDQYAIKNYASAFEAVPRTLATNAGADSTELISKLYAAHKAGGRDIG
FDITGESDANLIDAKEAMILDHLKVKSWAIKLATNAATTVLSVDQIIMAKQAGGPKMPKNAADQDIDDDVENPNMITRKV
KLTLVDGRGLNNKWFSLTTLGLFAQVTVDKGLPSAQRHRSPLVDRSRNPVFKHSWIITINDESTAVLELIVKSMTKGDRV
MAVCDIPITTYERLVTCNLRPPEQASHHVTGTVTLKLAAESSTRAVPLQPGRARRPRLGTNNTPVSRSGSTAQCPPISPT
PASGSASTTGQRMLPTTPGLPYGWERKIDRDERAYYVDHNTKTTQWDPPQTRPATQFSHLPSNSVSSSAGVNAADSLGPL
PAGWETRTDPQGNRFYIDHNTRTTTWHRPTSQHLAAVQSFHDRDVVQSHRQFNQRSILGMEDTAQTQTQANRNIANNEQN
VNALAEQLALTLQLEDNIQERQQAGGTLATQSAAPARPQPPSQPVTCSTEATSSQNGNAHTAVTTGMSATLPLPPGWEMR
VSGTGQPYFVDHMNRRTQWVDPRSQMAQMPLPRGWAQGVTNEGRVYFIDHNTRTTTFEDPRTNKVYQKEYETQIPEYQRN
FKQKLGIFRLNMVLMKPGECSLQVSRENLFEDSFNEVMRQNILAFKHRLNVSFIGEKGLDYGGLQKEWFFLLSNEMVNPN



YCLFKYANEDHTTIAINPESGINPEHLDYFRFIGRVIGLAIFHGRFIDIGFTLPLYKQMINKPLTMNDLEQEDPEYHKNL
LWILNNEIDELGLGMMFSCDYERFGEMQSYDLKPGGSEIEVTDANKEEYVRLVVKWRLTRGITDQWESLKSGINDVVGLE
QLRLFDEKELEVLICGVNEVDVKDWEDNSVYKNYSPDSTQVKWLWEILLEWDNEKRVRFLQFVTGTCRVPMGGFRDLQGS
TGIQLFCVERIGTNEWLPRSHTCFNRLDLPPYESKEQMEQKLTLAIEETEGFANE                         
>Cfra_g576                                                                      
VEYDLFGKVQTVDLKPQGGNIPLNNENRREYVDLYVQWVLNRSIETQFRELKRGFDAIAAGGALQLFRHEELELLVCGCR
DVDFEALEASTEYDGGFTESSPVIVNFWSIVHAFTDEQKKRLLFFATGSDRVPIGGLANLHFVIAKNGGDSERLPTAHTC
FNVLLLCDYATKESLQSKILTAIENAEGFGML                                                
>Cfra_g921                                                                      
MTRTRRGPRTRANSNINQDVRSLLPTDENVSPKNRSSAVNVRFQAKRVTRSSVRSIQGPLRRSESKTVRNGGRENIKNVQ
NTSTSTNDGLNGLCNEGSSGDAISDEYIPTSDSFNSSTDELMVEKGIDCENMESNEDAEYRNFVVSMASGHVCSRPNSRK
RKTNIGTDCTSSKRSLINVGSRHCPKKSRVNASPCRSTIIRKRERKLRKRSDLPKFASPPNVNQVHVGLSSPLVDAMDSP
VRNTRSRTKLRSQLQLKTSTDIYSSAAKTIDIRELFPESTSSEEPISPSAHMTPPFASKTHYRNPYRHGLVSSSKRPYNV
MPETSRYNMDKESSGGSDSLSDFIAPESEESGIESELDKPIVSDESSDSECVQLWKPRSVSVIQMSPRPPRTHFISASRR
IEDTDDEDVRDDDSSEDSDVNLSSARKKSTIKKRLIEDSGTDESDPEGILPQRETNNDDKSKETMYSNDANERSHEKATP
TMVLRKQHDGEKKDLTHRVAKGERGVEEQFNELYSDDSNGPYMIFESGQIEVEHDDDFIVSDNELDDEHEKRRTERRQKL
RKQRVQKYNKSQLVQNQLAHGTLTPDSNQNAIQSTTLRFRARKTLALYKQISFIEMNIEKIDFSQIDLRWQNPKEDDKSL
LHRAAECGNDDIIDALLNHGASPNMMDSNGMVPLVYALENDHYSAIERLFSVTQLESMVRAHFIEGVKKLLQLNHKHRRT
ARNILNLRDQRGLTALAEAALSKSFKIMKLLLKEQDNHVRKDETDGKGATLLHTAAAGGSVDCFKEAIKVLGGGAYSLLK
LEDEDMQTPVMYAAEHGALEVLKYIVQLTSYNALRCKDKEGKTPMHMAAIVGNTECVKFLIDNLHPVDVVDHNGPSQIDR
LETLWKSSYLDSSGEHCSENYSYDIDSIESSTRYGSNGGWDKCVQCASNTDQRPPSETARKTQEVIRKVFSFIANVPRFY
NLLNSHIREDPRLLDEMYGFLLQKQSSLFDLHNKKTWLKRQLQKLDSSMEFDHMPRIPIAVERNNVLESALSRCSLDTVV
QPMRLSNDFFFAGEPGRGPGVQREFFQKAGAEAVSPDVGLFMPAANGRCYRAAFHFEECNGNRYRVEFSSDNSCCYNFWF
PILPSSLIPDFNYERAYENEDPDGYKQLMKLRDPAPQGQIKHLNTTPATPTGDLGDDMSNAQSSHINATQYDINGVISNT
ISNIEDLYLTFEVTIDDASGSRKNFPLKEGGGDIDVTNKNKEEYIAARMKYLVSPNPLTRTAVEELRKGLFSEVPWACLK
VFSCDEFSLLLNGVCKLDVNEWRKHTNALLFDDHLQLLEWFWEVVNSLSEEEKALLLMFATGSPSLPAGGFASMTGLDGR
HGFQLVLNEYAAPTSLPLAST                                                           
>Cfra_g1660                                                                     
DRKNSTKRHISEHIESPSAVVSTTRKRQRKTTTKNSSTTPRVSTSTPTSTSTIAGASNKVKGKAKASAVSPVSQAVPVAT
RVRKLSRRTTKDIIPLDRLVSHSPPPPLVRLTGRQQQLELSKNRMNTPKDNHFTVASTSVPTSSSATQTTTSTSTSGGGK
IWSGSANSSSDAAADVRKRTSEENVANTFTSMMGVTHCTYDNEEENEIDTCASMMDIKHSTDDDDDENENDYIDYEDESE
NEHESEDKDEDAEDSSDPLAILSSLSDTDPTLANILRHAQENGMELPTSLGDLFMSGRLAGMRMSDFRGGAGVRSGGRFQ
PLLEAMADFEDETRQIVAVTDLCEQLSVATEETLSGFPTQAMIANLMRLMNAEHNPDLMLVAIRTITHLLEAKPSSTLAV
VRAGVVPALCAKLLSIEYIDLAEQSLTALEKLSVEHGIDVLRAGGLMACLSYIDFFATSVQRVAVNVCANVCRSVPHDYQ
SLIVDASPLLTQLLDNQDAKIVEGVCLCFARLVDTFRHSETDLTALAKCGFYHKLLHNITATPRLINAATFTMVLTTFST
LLKGAPVLTAKLIEYDIPSVLRTLLSASTTNDDHGSTTMCTPESTPKNLRLYAGLDAEQLYEIFFMTAEMLPSLPREGVF
SPIPTPTPTLTYEHAAHGSTSAANTIQRMINRTFLTRRLGNVNGRVENTNAESANTNANTNTSTSESVGSSLGASGDMCV
SARTSGRLDTPKYTSQSISTTDVKVDPRQKILLDNPSFLPDLAAIFIPVVVAIQEYSFGVRVRNQSAHVLNKILYFSNAP
NLKEALRHISVSSFLAGQLVRKDPPEVQSGIQMAFTLMDKLPDVFSFHFEREGVVFEICRLYRTYKRQSTARQNKKITVE
SSAEERKGKEKLPNAKVPTEHSGSKGKLTAKLKKRFSRTNSKDNTNLDWKVNSKDSISGSKKTKEATDVDVGESPTGNIE
SNNSVSLSSTGAHEGWSIAQAHLAEMALLFLTKYCPNNLMDAEHGTSQSELLTKLQPAFQYLRAGRDEQDALDVIAQSFV
NNKSGITAFEMRHGNVVPQLVAYLIGGDDRERREKLFVKAFMKSNLFPKDDDSSRLAKLDDRMCVPAVVLLKHMHSLLAK
EEIFTVALHEVVDSSTAHRYAQHTYSTHRATHTQTSGNAMANLHTLVRTLRITVVRDYTNDDKKLVIEKMKEASREPISK
AGLSEKCKRAVEIPASTDNTGERENGLLSHVTDFSPVLHVEPLSTVDKLEQYLMTNVKRSRAANLANASGDTSVNAMSDH
ESEDSGGIAVIGSDSDKHYPDDEEDYQDIDSDESEDMEETEYGDSDDDDLPGAISVVFDVELGKETEEVDALLSPRTTTT
TAEEEKYATIADRKKDTSTTKVHVHSCDTGKNNDPGATRKSSTTTPKRSSYRKSLPPATSSTPTRITTPHRKSLPTSTNA
STPTTTSAVKEEMLAMDFYLDGHLIPRDMPLFFAIQTFAASYEHEPQPHAYTNTGVSENSLPVNPRAQSSNNINVTRTKS
IPSNYLWRKTYCLTYKVRVLSSTSAASSRNKASESILPPPPTHGICIEGGNQYANPESLLQVLEKYTAEDNNVKKSTSPT
LENNIAYTNGSTTLDADALVYSHLTLMGVLWREYVRAHGSSILTSVDFINPKISSKLKLLLSHADSQNFTITSTPFHNHN
IQHMQMYSKTDFTSVIGSIVCGLEMYAPVGGCFNDPVQLSVFVRMPETVYDSDVYWPASFYTEDACQQLMLRSLSKNNAV
IGVEFINETGTGLGPTLEFFCLSSREFQRRDLCMWRDTNDKPATQNGKELVQSIYGLFPSPIPVREVKQTTVLTASATTN
RNATSTSGESQLTSLFEVTGMLLARALIDNRLIDLPLNPVVYAWLTVKDLDVTECVDEHACKSSRVSEASLLSLASLHNL
SLIDPDLERTLASLQRAVENADDQTHVLIEGVAVEDLCLDFTLPGFPHIELINDGANVSVTSKNVADYISLVLKYTIVDG
VREQMMALRRGFAQVLSLESVSMFTQSEFDTLLCGATEKWDLDMLHRVVKPDHGYTHTSRPIQWLFNVISKFDLPKQRQF
LQFITGAPQLPVGGLAALSPPLTVVRVTSPLESADGFLPSVMTCVNYFKLPEYSSETILAERLDLAVREGTGSFHLS   
>Cfra_g2064                                                                     
MRQKCLSEANLATIASRALSASNLAALTHKNLSLKPAISSQAYNNPKSLSAVAKASFEAKVRKLGCRNKFCASCETSLSL
TPDLATIMAIQLASRTRTCFCKPIMETEDGPYLPRSVFDQSRKQDTPTSSPLPPPSPKTYNQPITTDDNGSGTFTKTQTQ
HFELSEKSCKNTDRSGGGRSVGIGGYMVGKSIWNAYACTSQTTGGTKTSRKKQSKDTIRRPFLHSVFLSSPYKSLFEPQT
GGGSCKKSETSANTDKTITTTTQVSGALGGVLGPSVVSSLSATIPSIGGDPIANMGVQVNISLASNIDLTHDKDGDLHCS
NGTINGSNGGVNRSLGGRGISWKSKSAMDVRRVKRLSLSELDHIQTDSDALMSIQDFKIEADTKPENAANEVHRDLSGSN
DEVYDFQPIPDEFEYIPGYTMDELEDVNELSLTHLSLPLLEDAIEIYHSTNDPSFLVNTIRTVFASPQCLGLSFRSEGTE



QSKYESGVNLGDVRRAYNLILSLEPRDTFHRPLCNALEIIVAHLTHTSLSTSTLSQLLVILEFPELNVPTYHETLVRQLC
WVVCELPGSSASTLRCWLSRLVPSHFTQYVEVFAQYVSVHFHAGQRPGKHVVAAVRSLQLLFEANELAEKELFRRVVDPA
LFYNDAVCRKIDYKQEFQLWRRSHSINRHGGKVIFTTIKRGDDSNPTFKNRDERLLTLKNMSQVFEDAFVHSAWVFQAQK
ILEDSDARNIDVKGALKTATCPYLVLEIRREQLVHDTFAQLRNRKIQDIKKPLKIKWVGGGEEGLDMGGVQKEFFQSIFQ
NIFDVSVGMFSYCEETRLFWFNANSLETNREYEMVGLLLGLAIYNGVILDVKLPLVLYKKLMGRDPCLVDLKCLSPTLAK
SIDILLEWDESQGDVEDVFCYTFQTMQDVYGTTKPINLKPNGDEIPVTNKNRREFVELYVDWLLNGSVAKQFESFSRGFH
RMCGGKTLDLCIPEELELLICGSPELDFVALQENAMYDDGYGRDHTVIQWFWVIVDGFDEDQKKQLLNFVTGSDRVPING
LANMTFIIQRNGPDSDRLPTALTCFSRLLLPEYSTYTKLKNRLCVAIENGRGFGLV                        
>Cfra_g2956                                                                     
MSKFHKAEQEQLDSELHRTKELVKLKKSELSEVKKKLATQVKLEDNLIGKAINALRRKDAANSAARERFAGNLLQAIQKK
KNLLSEQRNDFAKGLEDLVKTLRFRMRHYRDDNIGEEVERVSREIADLETRVTQLDDDIHVAKSASDIPLTAVLSTPEHQ
TCSRPFPISTEKVCTRLLMTIELKQLFIDIVTTSSTETRVSLTTGKLSVERLRQVIPDDWDDEESLMRKKEDIKRQSRSL
GQSDPYCKVWINGGDQEQTTAVKKKTLSPYWGEEFVFNVVPSRDRITLQVFDHHRFVLKKDGFLGMVDLTLKDQIIPGPD
EEMRQENFLLKSRKGVSQKKICGSLTIKLQYSRIPDSEQARSNSYANNSIQQPMIAPPASDDLFENPPTASGLSTTSQNG
VAAGTSSPGGVDSASLSEQASYTEEALPEGWEQREDQNGRIYYVDHNTKTTAWTRPTRSNAESIREGHQRDNRQEHESFA
KRHRTSFTADSDDANGKAAADETAAALAAMSLRNDNGEGTSSSGAVGSSPARMLSSNTEPIKGSKKYASVSLSANETPLP
AGWEMRSTPEGKVFFVDHNTRETTWSDPRKPARSPVEGTTSGEGSTSGAGYLTTPATTRGRANSNPNLGALPPGWEERRT
HDGRIFYVNHIERTTQWEDPRHQHSYSQNTPAQAYARDYRTKLAYFRSKLRQREGKVDITVSRNSVFEDSFREVMRYTPD
QLRKRLWIKFEGEDGLDYGGLAREWFYLLSHSAFSPYYGLFEYAASDIYTLQISPNSGINPDHLQYFEFIGRIVGMAVFH
GKLIDAFFIPPFYRKMLGRPMDFEDIQTVDIEYYRSLRWILDNDITDILDLTFSVTRENFGVIEEVNLKPNGDDIEVTEE
NKKDYVALMTEWRYSRNIEEQMNAFITGFNSIIPQHLVKIFDEKELELLIGGLAEIDCEDWKANTEYRNGYHAQHETVLM
FWQVVDSFDNEMKARLLQFVTGTSRVPVSGFKELHGSNGPQKFCIEKVNTSDGLCRAHTCFNRVDLPQYANLELLKERLV
FAMENTAGFSNE                                                                    
>Cfra_g3362                                                                     
MYTQDEEDMFMVVDLMLGGDMRYHLQHHGALSESRIRNYMAELSNALCYIHSKGVLHRDIKPDNILMDASGHLALADFNV
ATFIPNKGRLVSRAGTRPYMSPEMVKKEGYDTGTDWWSLGVTMYEFLTGESPFRGNSVEEAIELICHKQLQWPNLTDPDC
LDMLKGLLNRDPQQRLGSPGHLDELKNHAFFQPCGNFDDISNKTLIHEFIPDKHKINCDAMYELEEMILEENPLHKKKQR
LKKNKNTSGEIKPIPGSVADEKLQLMTSYTVFNREKDADYFGLGSHGNLSGGDAATEAALQQMLQQLGLDFRQAMAGQQT
QLRSFLAGLKDKSPGKQLSSLVELCETLSMGSEDTMSTSLAEEFVPELVSLLKSGANDEIMLSACRALVYLMEIMPTSSS
IVVEHGTIPVLCSKLMVIEVIDLAEESLLAIEKLSRRNGDALLKEGGLSAVLTFLDFFAMAAQRSALTSAANMCVKVTRT
EECFDIVKPVINTLRELVASPDGKIADKACVCCMSLVDVFQTDSDKLEAIAGESLCRFMGYFACDVNVTLSQELILSLAV
RHEGKIVGKMLYQWDTLVPNLLKIMGHSRESASTLTNVIHTLSQLCQGSPKLTSSCFTQNVPKMVYEFVVDSTLTPSLPL
TPTLTPTLTPRPTHTPTPTQTPNVSSSTLLGVSGGVVLRTQPHKQVEEFFVLLCNMLPKLPSTPLYSNLDTIGSQGGHEK
GQVECGLYNPYELARTWLPVLVEVYVSMCNIALQDSCLSLIMKLLMCVCEEDVASGGNGVHVSDSDLADCVRAVSASFIC
SLLKSSQGCPTMFGVAIATTMVERLPTYYSSTFLREGVMHEMQQLRVESTSISTSTAQSKSTTKVTSSSPTSEKGDTLLN
GSVKQKLWIQRYAEEFITILQSDEASSSLLSEQSVTVAAMAKLVDFLNNPHEDGPDALQMLSTIVAETSTPLSAYEVTNC
GLVPALLCYLSTPNLTDRLVRLRSFVSIFLQPKPHKHTTTTTTTTSFDGDINMVSDADVVCGDEVNDSRELYTTNDDPPM
KSLLNVLHEVLGRVENFPLQIHNVLAEDGSPSSFSSHLKVLTRPVRIRLERAPNQVGKVKDLNKIVAVEPLASLSAIEDF
LWPEVKPSSMERPDDASTSTEKMAGELAAAAHALEKLHYPGQEVDDVTTSSAEDNEADPSDYTETDGLDSDNTKSEEKED
ATSNEHVLPTDSTSTETVEKTRKSKKSQSSRKSKKEKKDSESELDFFVNGEKLCHTVTVLHCLQKYTDFSSDVHKVPGTS
QICNRSSSQWPSSNSLSDDKELVITYARRVDPNTSTPASTSKSAITSGSQSYNTNNSTAISTISRKRALSLDGIRVHSPE
DQFLHVFNSILEWEDRSEFGYTPSHTGIKTKDVDVRECVLDITTFNVLRMLKLLHTVNTRWFLLYNRQQAAVLSNTIVPL
SDTNFINKKVNAKINRQLLDPLTLASSSVPEWCGTLCHTCGFLLPWETRQAFLHATTFGIARALTDLQKQTEQSGGTQKA
ELRIARIQRAKVQINRNQMLEACMKLMSKYASSHLMLEIEYKNEVGTGLGPTLEFYTLVSREYQSAALGLWRERIQGIGL
YPAPLPTDDKAARKRCSMFKSLGQFVGKALWDSKIIDIPFSLTFLRWLLIEEDQFRLSSFEDIDPTLCRQLTSMDELRVA
YDVIETNEALTDKQKEEEVDKLKLNGVSIDDLCLDFTVPGYPDIELFPGGAETSVTIHTLAQYLRLVERMILLDGVREQM
CAFREGFNEVIPLSALRGFTPNELSLMMFGAEEEWDIDTLAAHTKPDHGYTTNSPAVKNLFNILSKYDQAEKGKFLQFIT
GSPRLPVG                                                                        
>Cfra_g4890                                                                     
MWQQSQSVGGKERRAFLEKAAEDRAKREQVRLQKERKELEAAATLVVQRFGRRVIFNRKEKQRAEKEFDALFEVDIQSVE
GTKVSTTTKNIEHSTRENKICREESVLESLDQSGVQVGREDAMSGRSLFAATETFLKLTKGESSTDRQRLQALLRAILTS
METHQPPNMQYLAMATSGRAAWIAQVTRLLGVVLHHLAKIRNKIPLQYNKRETIPGLADNFEVTLNAHDISKSEVSSHTT
ANVISTENTNTKTVLTVLQEERLYLHAVVILTDYNTWSVVKTNGNLGVLVKAFRALSREVMYGLVKNERYYELLGEYMKG
VVASEKSIGGTGRIGMDAMTGLSMVTLSLRPILLCESSASTTAPVVSPTLDSMSGRQNDSKTALRERKDKQGVASGPGEG
DGMNKRLNMNERAMPEMEHIIHQFVIHCLTVPCLIDVLKTHCGKALLRLQNRAYSAIIHYVCSTERNTSVKVDTPVRVSA
GVSVDGAGANTGACLYKNKGKDITNCTGMYGYRDMDINNVLVLYGNLVALADLKQRTGGGGEEGLVTDEWLEQYVAAIFS
LTKLVHAKSKWKGSSKQATSDHSESSSSSSTRSNNRAASEFHPILGMCFTRTNPYIKPHLSHIHAQIKRLWETKHLTYIL
MNALHVTWKSQTVCGTNSGTGFGTGGLKERDKLDLNAAMRVCSSCEMIHALPKAFPNDKHMIWNRIICLPNALSNLYRLL
LCVGPSGGMAVFLHAAANKPSKEPMLSVLLLFCDCCTNLLVTLDDTDMYDEQKTLTLEEFGCIVRFLVRFIFNLVVVGRK
KNRTDPAYKPCLRSSHSLLCALRDRDSARTFTTKTDWRLPVSVLSLRQIENILDIIKEGTQAHTHADTESVEMYNQLVML
MPHIIPFKRRVKLFRGYVERDIPLPSHSAPRVITVRRGTVLDDGFRQLRNWSTTHFKETFRVRYVNQLGQEEIGIDQHGV
FKEFLEDVVVAAFDAELGLFASTDNRMYPSVLSGVQPDHLELFQFVGRMLGKAVYEGLIEDVFLAHFFLNKILGRYNFRN



ELPSLDAELDKNLRFIKSYKDVEDLGLTFSADEDIFGKPQTTDLVPGGSAIAVTNDNVIMYIYLMADHRMNKAIEKQSKA
FVTGFTSVIKRSWLSLFSARDIQTLIAGDGVGGLDMENLMEYTQYVGGYSSGHRTIRNLWSVVKDDLSPEHQRLFLKFVT
SCSRPPILGFQALQPPFTVALLPNDGENDRQTRPTLSM                                          
>Cfra_g5342                                                                     
MLHHPDPFAILVVEGNKYRSPVAKKTFNPTWASKHTITTKLSSTLVVSVFDNKRFKSIDSSGAFLGVVAIPVCDLIEKDL
AAGVTVAYRLRKRNKSDAVTGLFVMSCKYTNQARDEPLAAQYMRTLHAERARRLTHPTFNPDDAKYIGEVDFHSGIESNT
FGNSTPDFKPNAQLRSYGDEARKVSLHVKLDLPTLPESAGMHSIIPKTPSVPTVTPDTDHSLLIEWGSSNDIQIEGKGKQ
EIDKDKAVVYKLFIDGGCEDKAAKLDEDESDVENLEYVGSDVLHKAVALKTGWYYRFRLQATNNYGHSKPSRWSDAVRVR
TLKPQTPPPPPPKEEVVTVVDDRPHCPFYMSGYCRYGNNCQFSHGTGIQDDDDLAAAMLGAALNQDHHAGIALALAKSLV
ESQGVVVDTTELSQIKRDLYKKRQQLSTMLPKGKGECHLTVYRTQLFASSNAEVMHRSAKELKKQLFVHFHGEGGVDYGG
LASCRRGFFEFSDDQTYLLQIANNRKRLNDMAETATESVTVRTSSSSVTSEMIDDHVAEDDKSTSADHAGSSERDSSMES
KVPNKLSTSKNRTSKDSKKCVAKETDILKYYNFIGRVMGLSVFHHHFLDAVFVRTFYKYLLKQKPTLADLENVDAALHRS
LLWILENDVDGVLDLNFSVDAMIEDELITVDLKPGGADIDVTDENKEEYVSLFLEWRVNRGTDKQMQALSEGFHEFVPVD
VLLEFTPEDLELLMSGEINIDVDDWKANTTYKDTDVDDDIVKWFWKIVEE                              
>Contig2401_Abeoforma_whisleri_fr1                                              
SKLKYKTMSSNNPNVDFRRSLKNLEGDTNSGSGLKLTVESEDQFFSDTGHESLKPLSNARNKCLSEANLPVIRLRKRELS
ASNFAALSQGHLSLKAATPTRSYNNPNSPIAASKRQFESKVRRYYHQMTVGCGSSSCHNVFCFSCSDRSILQPDLAAIMC
IQLASRQKTFFCNDHHYTEAVIQSDVFSKDYSNPGKPKPFLHSVFSASPFASLFSSNMENSVDKDKAESIALAMPLPHHM
TENISLKTSLDKFTKSALTIEEETHSVLSNESNPSYPHFDPYVHQYSLTFLTLETLEEAIATYHECDDDAFLMNTIRTVF
SSSECLNESFRTGEETTYDSGVDLRSVNVAFELLQNLDSDKFTTTLINAIEILVAHLANTSIYSSMLQQLLIILEFPLLR
IPAYHETLVRSLCKIVSELPESSANRMRCWLSRYGKERFQNLILIFRQYISMHHHQHQRPDDYMIAALRALQLLYEANEL
SYGDLDERIVVCSSFYTRSVSRKIDFKEEYQLWKRSSKSSPRLGSALSPLKSFFNYPFIFDPAAKARILHIDAVVQMSQV
FEDAFVHSAWVFQAQKILEDSSKNVNVQGALKNATCPYLVLEIRREFLMQDTLSQLTTKSNHDLKKPLKVKYVESGEEGL
DMGGVQKEFFQTIIERIFDPAVGMFTYSEETRQFWLNIHSLESLREFELVGMLLGLAIYNGIIMDVKFPSVLYRKLIGIE
PTVSDLKTYQPRLGKSLQQLLDWDPVNGSVEEVFCYTFQIIDMQYGETNFVDLITNGGDVAVTDANKGKFVELYVDYLLN
KSISRQFGAFNRGFHRVCGGPALSLCTAEELEVLICGSPDLDFNALEKSATYDDGYHENHKVIKMFWRIVGEYNMEQKKL
LLHFVTGSDRVPI                                                                   
>Contig3968_Abeoforma_whisleri_fr1                                              
MYASVSGCKNVLQLLVDNFGSEILFETDSKKTSCMHLAAVNGSLECIMFLCTFGVPVDATDIAGWPPILYGNWNDVQNDE
CVHYLFRQKPEQLATLGILLNSGDRQKNRDTVSLLLTAIATVPEYYELINKYIREHIHLLNGSFKFMLSQKTLVDFSNKK
LWFHNYYDQRSFTSFTWRVSRHHILQSAFQLIDGFSPGPIELNFTFQGEPGTCLGPTREFFQLFGEEVQNEENGLFVKTA
NGDSIEPYFSLANYNLGPNDSIVGASSHQPQKKRFSVSRHMMNIGKMVGAALIRKDITMSLPFAHHFVRLVLNNTELKWK
DMEFCDSEMYEGFEKLLTYDVDDFGMFFDCCLEDSDKLMAEVELCQNGVQQPLTNKNKKKFVKLKAKLFLESKFGDLIQS
FRDGLFQVVEPESLEPFTDDEFLLLLNGVKFIDIKDWQEYTAFTGHVSPEFIDWFWKVVGDMTEEEKGQLLKFSTGSSSV
PVGGFGQLKKLGGGTGFSVYISPNSHSLPMASTCFNLLKLPRYPSIEVLKLKLLCAVRHGCTGFTFS*DHHQSKKINN  
>Contig12938_Abeoforma_whisleri_fr1                                             
FVSF*IY*LID*LTISRSHKQKHT*SKSSFNS*AFMKNIFVHVISIKDAPNAGVFGGEYIAEIVVGSKKYRTRASKTGTW
NQNFEIPKEADLPHLVCNVYLHKKFSREHLCGTVNVPPTTHGKSERFQLTNNNANAGFVTIKIIEEPDAPALPLNTAEAV
PFTQTIPTATGRFAAQQSSVRAAQSAQHQAATPAASAPAPAQTSQAPTDFSYLRTTPGLPDGYEIRQNSSGREYFVNHRT
RQTSWEPPAEIAAAYQTLRQNRQSVPGSPRSTPAPIVPRSGPSHAQPSPLPEGWEERKTTTGRVYYVDHNTRQTTWTRPN
QEHMQAINQWQQRNLTSAANAHQQRTAGFGGAHAPQQARPGPSQSNMPALPAGWEMRHTATGTPYYLNHHQRRTQWEHPA
SDISRKPLPPGWTQSVTSDGRVYFIDNNNRRTTYNDPRHDLEAMAGEKDIPKYQRDFQTKLDTFRSRLPIRSEDCKIPLR
RSHLFQDSFNKIMQHPPSHYKARLRICFEGEDGLDYGGVSREWFFQLSNEMLNPNYCLFKYATDNHTTMVINPHSSINPE
HLHYFKFVGRVVGLAVYHGKFIDCGFTLPFYKKMLKKPLTLGDLEAVDPEFHKNLKWILDNDIDELFLGMTFTVDFERFG
EVKTHELKPGGTDIEVTDANKFEYVDLMLNWHVIDEVQDQTRAFMHGFNEFVDGSLLSLFDEKELEVLICGVSEINTEDW
EKNTIYRTYKKSDPIVGWFWKAVNEFNSEQRARLLQFTTGTCRVPMSGFRELQGSNGAQLFCLEKIGDETWLPRSHTCFN
RLDLPPYTSYEQLKSKLLMAIEETEGFGQE*NKGNIKIIKKE                                      
>Contig70643_Abeoforma_whisleri_fr1                                             
QMFDERELEVMICGVSEIDIDDWEKNSTLRSYTENNKQIRWFWQCLRSWDNEMRVRFLQFVTGSCRVPIGGFKDLQGSNG
PQTFCIEKVGDDSWLPRSHTCFNRLDLPPYKSYEQLVQKITLAIEETEGFAQE*KRSYLIRRNKKGKRKKCILFFSL*L*
LLLPVFLLAIAAKTSFFFFSFTTTATFSLPLFLLAAGGKYRFSLS*LPFLSPPLPFSGGEKYVFLFFFYYDCDSYFQCRF
SF*RLEKLLRFFDKKFF                                                               
>Contig77080_Abeoforma_whisleri_fr1                                             
AVVDYSILVNKFHCALFIIDIYFSSADSLNSSFVNGPADLDIVNVDLQFTKDTYAKILSVEVLRHNLASCFDTYIMVNNP
NFRAITKPYELNQFIILLQNPELLNQVYHLTFLPAIFNHLVMLPHQMQKILVETWAQCPVDNFRHIVQVIQQYITCRLVN
DPQINPNIDLPLTRAAQCLGLLYSAHTRAGGIIRIEEFCNHEISERLDLRTDFPAWKNDHGFSYCKFPFLLTAAFKSEVM
KIENVVQMRHEMQDAYFRSIMAGPHDPYLVLRIRRDCLMRDTLTQLSSKPKVDLKKQLRVQFLGEEGIDEGGIRKEFFQL
IIREIFDPKYGMFAFDRDTNLCWFSDDSSQLKNEPEFELIGLILGLAIYNSVILDVHFPMVVYKKLMNFMTVFDDLKQSH
PTLHKGFVQLLEFEGDVAE                                                             
>Contig18480_Abeoforma_whisleri_fr2                                             
DWKNHTYISDDILLEQNIVQWFFEVLKEATEVERAMVLQFSTGSSRVPIGGFDSLKRYISAEDANAFTLSKLLGGDERLP
TASTCFNMLKLPLYSSKEILKKQLFRAVYGVQGFDFV*NLKSFIFHQNPLNSAKILSNYLKFVEIRRNSWKTNGK*TKEP



KKPKKPK                                                                         
>Contig27413_Abeoforma_whisleri_fr2                                             
SFGVIS*HC*S*SIYCQ*RGSYRRREITLFGEEEINAHPTKDLRFSFPSYSVGSHFLSLLSLKMARRKLRVTVLQASELA
KKDVFGQSDPYCKVWVNDKEQESTTAVKRKTLSPYWGEEFTFNIDPSKDVISFLVFDHNRLTRDDFLGIVELQLHDLQIP
DPDQPMKLERFTLKPRSQRSRVTGSLSIKLQFVSRTPNPATQAQPPPAGETQRRSTDASTTATPERAASLVPNADGAPQA
RASIGDQGFVEEPLPLPDGWEERTDQNGRQYFVDHATKTTSWTRPTESSVNAIRNNHTREQRQDLQSFSRRESFSAGPAS
SNKARKASSITEEKGNDDGDAASAATSSSTSPPIAQTASEPTNDTTASSSSKSSSPPPTSTSSSSSSNNNATTASTSTAS
AAAAAGSAAASTSSPGNVGSTQSAPRASTASASASTSATASSSSSQPQQDPLPAGWEMRSTPDGRIFYVDHMSKRTTWKD
PRVRATQSLQANASAPERSGSSSNLGPLPPGWEERRTHEGRIFYVNHIDRATQWEDPRHQHRDTTFTPAQKYARDYRQKL
AYFRSKLRQREGKVDISVGRENVFEDSFREVMKYSPDQLRKRLWVKFDKEDGLDYGGLAREWFYLLSHTMFAPYYGLFEY
AASDIYTLQINPHSAINPDHLQYFEFIGRVVGMAVFHGKLIDAFFIPPFYRKMLNKKIEFEDIQTVDMEYYKSLSWILEN
DITDIIDLTFSVTLNKFGDVKEVELKPGGADIEVTEENKREYIDLIIEWRFSDTMHEQMEAFNHGFNSIIPQHLIKIFDE
KELELLIGGLAEIDVNDWRANTEYRNGYYTNHPVVENFWAVVESFDNESRARLLQFVTGTSRVPVNGFRELHGSNGPQKF
CLEKVNATDGLCRAHTCFNRLDLPEYENVEKLRERMNFALENTQGFSNE**P                            
>Contig56827_Abeoforma_whisleri_fr2                                             
VAVLSNFLTPHGDLQHYNEIVQSFLSYFVMDGHSRRRLLSKLNTLLSILENFPISENSNSNHSAYHNNSRRYYSLSSSSS
SSVTLHIQRQAMSLGRPVMIKLQVKLNDNNDDNEVERKQKPAFAVRLNPFTRVRALKKLVTDHLSKSQKTSMPKQKEYLQ
KEKELQDLLQLSREARKKSQLRQSMRRATRTSSSSANDDTTQSQSSSSSTSIASTSSTSSTVSSSSSSTPSSMPSTSLFS
LPSHSPKSQKATTITSTATTITTTSSSSSSSEKIMPTASMKTATDDVNIYFNGKLLSDNVTMITCLSRHSKNYERLSEHV
FTYEVINHTTNAAISNVVASTNDVDIDASKVRRQLKEKLIVDLEFDFLQEKYQWLKTNFPDVYPILFLIKIMERMNRHSN
FDILEPSDDWFINTKIASKIRKEFLDLRNCITQTLPDWCIHLLHEFPLLFPLDIRMLYFQLYAKGTARGLQNLKGLYDKD
MKAFLDELNICPLKKEKLEISRTDLLSKCYPLMKTYAFRSVALEIAYENEVGTGLGPTLEFYSLCSKEFKKKTLRIWRDQ
EPNSTGSDTLKDEVVSFDGLYPCPLSTKGSKDEQDRERLRVHRFFSTLGYFLARVMLDDRVVDLTFSPVFFHWLLKKESC
LSFEDLQSVDAVLYKSLEPMYKVALLKERDTANDDDYLIDGAKVEDLCLYFTLPGNDDIFLKDNGNQLLVTIDNLGEYLN
LVAQYILVDGVKSQMECVRKSFAKTIELERLQCFSPSELSDIISGPMEEWDKDILEKAIKPDHGYSSESPIIGYLVEVLV
EFSAEERRSFLQFITGSPRLSHGIENLDPPLTVVRKNASSSLSPDAYLPSVMTCVTYLKVPDYSTKEILREKLLFAMTEG
KNSFHLS*IFSFFIFKINF*DTLLGGR                                                     
>Contig41237_Abeoforma_whisleri_fr3                                             
ENELYPSLTSWTHGDYKKIFEFVGRMLGKAVYEGIVVDVPLALFFLSKVLGKHNSFDELQSLDLDLYKNLTFLKHYEGNA
EDLCLYFSVDEDRFGKIQTYDLKPGGSIDIVTNENKILYIYLMADFRMNKQIREQSDAFVRGFTSIIRPSWIRRFNASEL
KRLMCGNSDQIDIDDLRANTQYQSGYSSGHKVIRFLWSVVSSFSKEDKSLFLKFVTSCGRAPILGFGSLQPTFTIRLVNA
DSDEEDDLSKAVSFLSFGFLSTGEEVKRLPTSSTCFNLLNLPAYKTKTALKEKLLYAIHSKAGFENA*VRSVSV*SNLFN
IVF*KTGRSQSRKINKLPI*FSV*VQVTLTLKRWN*FG*ITTKIVSVDSK*NNLAQFDSTT                   
>Contig56122_Abeoforma_whisleri_fr3                                             
PEPEPEPSIWSTLAPLPSNKGLPYGWEKLKRTEFFDNQNKRTVRSAPLTLLPPGFDLDIREGNLHFQGPFLEEETTHRPT
HYSLNELFKKYKRELQHQQEQDRISRAETAAEPTSYSQKVVAFIRNQSFYDFLETRHPGLYGNADLIEKLERIRVQGESA
FRSLSSDMDLVTFCSTLHNEILASNFGFLTNDESEEDLEFSRKLNDFQEELKLNQFGEGSKMIFDIRRDHILEDFMKEIK
QYSIDRLRNGKMYIRFEGEDGLDHGGLKRELMFLLSEKIYNPYFGLFAYSAFDAYTLEINPDCIRMDVYRIVGQIMALAL
INNLLIHCDFNLSFYRRILGYPLRIEDLESLDGEYSRSMKYLLENDVTYFGFTFVVDVEENGVVKEIELMPGGSEVEVTE
ENKNEYVKLLVRNRINRGVMEQSNAIADGLFDIIPKDMISLYFDAGELELALEGSHEVDIEDWKKNTALYGYSESSHTVQ
LFWEVIKSFSNEQRLQLLQFVTGTSSIPFGGFRNLYGTNGPQLFTIQKITDYTLLPVSHTCFNRLDLPEYAQYATLHSKL
KIAMMNSAGFDIE*GISALIHTHTHT                                                      
>Contig56720_Abeoforma_whisleri_fr4                                             
SGVHKNSKFCFFRK*QSPNYWPLQNDLCYSKEWS*L*STSNGPHLFQVQYSIVH*GSTSLLK*HLNSFSLCLRII*YQY*
S*YQY*LFLILHIRFSRLLLPEYNSSSKLKDRLTTAIENGRGFGLV*ILKDDQSMARLSIFFLLVLTCVDCKRPPVCVRI
LFIFT*SSTKVASVLKAEQRAFVIS*IKRLKFSYSLSLSL                                        
>Contig76622_Abeoforma_whisleri_fr4                                             
EEYVNLYVNFILNESVSNQFQALSRGFSNVASGQALKLFRPEELELLVCGSPDLDFNALQHSTKYDGGFTEDSEVIRNFW
TIVHQFNTEQKKKLLFFATGSDRVPIGGLCRLNFVIAKSGPDSNRLPSAHTCFNVLLLPDYSTLEKLQSALLTAIQNSEG
FGMI*KEGDRDNPMQKIALIVRRKIKFKLQRLGGVGQSRTKSYSNLCSVSSQINTVIEFCVLLFSTHDVKPVSHASKF*R
IATAGT*TFSRF*KILTSKFLF                                                          
>Contig78720_Abeoforma_whisleri_fr4                                             
LKVLSFFVRQNPKLLFSYFHFILDVPKMLDHFRLVIEKESFVDRKKWFYENLKPDGSGASIYAAEDNPMIEIHRENVFTE
SCQAFLKKAQDTTGSSTIIAPPIRFSGEDGVGDGVRREWFDIISKELFNANYGLFELSAEKDTFQPNPSSYVNPDHLQYF
RFCGQIIGMAIYEERTLECYFTRSFYKHILDKKVDYTDVESIDPEYYKSLRWVLDNDITDCDLGLTFSIETNVFGQLKNL
PLKANGFNIPVTESNKFEFVRLATEQKMTIAIGRS                                             
>Contig49848_Abeoforma_whisleri_fr5                                             
IDLPEYESYEILRERLLFGLENTQGFGNE*FLTTT                                             
>Contig56720_Abeoforma_whisleri_fr5                                             
LVFTKTQNSVFLGSDRVPITGLSKMTFVIQRNGPDSDRLPTALTCFRYNILLSIKGRLHC*NNI*IVLVFVFVLFSISIS
LSTSINYF*FYTFVLADCCYPNTIARRS*RIV*LPQLRTEEGSGLCRS*KMIKAWPA*ASFFF*YSLV*TASGPLSVFAF
CLYSHKAQLRLLRFSKPNKERL*LVKSKGLSLVTLSLSLS                                        



>Contig56721_Abeoforma_whisleri_fr5                                             
LVFTKTQNSVFLGSDRVPITGLSKMTFVIQRNGPDSDRLPTALTCFSRLLLPEYNSSSKLKDRLTTAIENGRGFGLV*IL
KDDQSMARLSIFFLLVLTCVDCKRPPVCVRILFIFT*SSTKVASVLKAEQRAFVIS*IKRLKFSYSLSLSL         
>Contig62931_Abeoforma_whisleri_fr5                                             
NNNNNSDKSATSSSNHNNEIDSGERSKDKNKDQVEVTAAEDCTRKKFKADESIEQDKMDIDVVTKDDETPKSQFDKQRLL
SDSSIIRWVLESKQTSMVARSGYKFYYAIEDDKEDDGDKLSGNAEQKKSKESKDEDVSTGFGKSSILDLELVKNECIKDS
TSSILILLKILETLSRNKVNSNELKQSDFVNSKINAKLLRQLQDPITAATGAGAAWCDWCLKKFPFLFNYETRVLHLRVN
GFSVTRGLHFLKTILLKPNEASSSARGQLKRYKIKIERSKILERSSKMMHFYVAKDTILEVDYHDEVGTGLGPTLEFFSI
CSFEFTRRNLNMWRSDESDDEYVKSVCGLFPKPMLQNSSEDLRTVCSKFETLGSLCGKAIVDQRLLDISFSPFLFTYLLN
DNQDPEAFSLDDVADVDPALYKSLVLTSKLAEERAVSVEAGNLENVKKIDDEVENMCLDFSLPGYPEITFKESYLGVTGE
NLAAYVQNIISFTLHLSVERQLAAFRKGWCKVFPIEKMTCFIPAEIDILLKGSEDQIWTPENLSPLLKPDHGFTHNSPSF
RNFLNILSEFDKDQRRKLLQFLTGSPRLPNGGLKALSPPLTVVRKSVEEDKTPDDYLPSVMTCVNYLKLPDYSTQEIMKQ
RLVTAMNEGGMSFHLS*GGGHGQCNFWLN*P*IHLESFEAPVSNSMSVPNLIP                           
>Contig67331_Abeoforma_whisleri_fr5                                             
DTNNTDTDTNNTDTDTNNTDTNYTDTNKTDADNTDTSNTDTNNTDTKNADTDTSNTDTDTNNTETNNTNTNNTDTTNFAS
NNTDTGSTTTIDDTNAPASSSTNTSTTMAPIPTITTGAASPTIVTKDNDNNATATPPASTSASTAVPISSKDDDDLAMAT
AEVTTTTIATATSTNVTASSDSSSGVKMNSSNSLTTGMEKLAISGRQDVVEIETPSSKGSLAVPSSTGNLELRSMKSSTD
SRYYLFVGRILGLAVFHSHFVDAVFVNTFYKCLAGQQITLSDLEILDPSLHQSLLWLLENPGVEHLDMTFSVDANINGKL
QTIDLIQNGADTPVNDENKEQFVELMLNWRVNRGTQSQVNALKSGFHEYIPESLLKNFSEQELEFLLSGESTIDVEDWKS
NTVYKDFEETDDVVKWFWKVVSEGDQELMVKIVQFVTGTQRIPTEGFQALQGSDGPRKFCIQMIRDTSKLPASHTCFNRL
DLPKYKSFEELKVKLVKAVMNFQGFSEE*A*H*YYNPPGEKL*REEKN*LNNKINKKMTYQYV*FNMHTHIL        
>Contig33606_Abeoforma_whisleri_fr6                                             
IVGCGVSFPLGHLFYTKNGVFLGVFASIQGPDFCFCLGFDGADISFAVNFGDEKDLLFNPNRGFHKRLEAFESQAPITKL
DAAVSTTIDSDSLEAESVSSCIADMFQLSKTEDIIKNNNDIDRSLFLCWLKYNNVQKNNNVVDDKHGTKTVSTDSKNNSN
NDDDNDNDAYFDVGNIDILSPTKTSMICSMEEQLKLAKKQWTIETTRRRYAYAPPVDGTGHPDYILPEQKHSYMNPFAKN
LNNLHPNTLLEYALDIEDSLCLHYSRQVIVSLLENESARHCLTKSSSSSSFSFSFSSQRFISILKLLSTYSRPFINGEDS
GKGEDYQRLCNLLSPLLLRHIKDQENASPLLEYTVGSLIRLSLFDNSVIKQEPLSISTIVWVFSLFLQVLEKGSIINKNS
KRGNLSNDHASSCSDTESGGNFNTIFNVEVINAVFLALPNPVLCERMKLFDIAVRLLQNPKTISFEPWILSSGSLHNRSK
KNNPVLKFEYLKFLFLKILDNEPFYDYHVQRVKELYWWCKRAKSMLDSDRTDGSLEDYFPKFCWCADLTYALSRQQALSI
DHQFMVEKSMKARDEVTLVNFINASTIDKTGFSDSLIDSSLINGDRASTCLPFEVLDNRVISFQLSDNIRNNEDMVLSFH
GKCLQRIDDDSSDGSLDYLLDDSLDVLLFSSSENVSAEQVKERVSRLPMEKEFSFGENINESKSNGTIDKLKKSSLLSDS
GSLQNFSSLDLLHDGLSPPPSSSSTTFPLSSPSSSNLQEKGSRPIRTGALEILKVSSSSESKAELVDGNDDTFWQSDGHL
PHYVIIKRPLWFRDLFLKVKNYRNYSPKRLKILAGTLEQRWQEMDVIKERINLTREPGDVLLASDGDLLARHAVIVVVIK
KNHDQGLDCRINGFHATLGDEILDGHEAYHPVSKVINGCEIKFHNITCQPECESFSAEELRYFFHQNRTIDSEQQNLLGK
LKEATIEEDQSYDLVYVAKSKIQSCQDKTSVIKMTGKILTRSKNLYMVLQNKKKKKYEVGIRCCTLTESKIFASFEKIRN
PNLWPINLDSALAEADNSEESFKLIIEKHNVNSLLDIKALELRKIFLEECLDQFNYSLINLEAPNSNWRLSHHVSRIRGI
FPFDKKKEHFQAAIAKTQDSASFSSSASRRTVNINRPLAFASAGVTVDMIHQSNSIFMQLYHALKNVDPATLRVENRAFK
VTFVGEGSQDAGGPYRECFSNAIEDLQSRKLLLFSECPNGKSNVGLNRETFVPNPACKGPFHLDLFRFVGVLMGIAIRSQ
NSLDLAFPPLIWKILVSQSLERADLEAIDLPTINAMNLVRELQLSPPTIHEDFSNIISETFSVHDPFSPGEPIELKPGGV
KIPVTYFNRLEWCDLLETYHLRKYNVQCEAILSGIAQIIPKNMLTLFTWQQLELITVGLKRIDIHMLRSKTKYTGSYNDD
HPVIERFWKCIDNFSSSDQSKFLTFVWGRARMPHTMKDFERVLNIQGNRSFVVADFTGGPECLPNAHTCGFQIDLPPYPD
AETMNSKLLYAIRHCRAIDTDAATIDRSTWVASDSDFDEVMTV*KKKRQLLNWPRSMQTDTVRSIYLKKLKCNHLKLVKK
KKEGGEGGG                                                                       
>Contig33701_Abeoforma_whisleri_fr6                                             
EIQDREKGRVGNNCLFNFFLSQHVRVLSDFSFRKNPFYLVSF*TFGFSMSQRSSENVHDESNNELTEFPREALKNSKLIS
LNLSNNRIDSLPSVIQALHNLVILNLSHNCLKDLPSELGRLSTLESLDLSHNEIEHLPGSLTILRNLQYLNISHNQISAL
PADFGSLSQLYKFISNHNGLTVLPRSIGLCNNASTIDLSYNQLKSLPSELGALHGKLKSFEIKGNPLVDPPKETIDAGTD
ALLLHLKLNSHHLQKPDYAALGSPQRSRLKQMKVTVVSAHDLVLNAAASSPLSPGVYVELSVENPNQTDKYRTGIAKRGT
PPVWNSSFTFIFNAHGGVTVGLYVKMHMSPDILIASAKIPVDASGIEEEISLFLNNNDDPPKRCGHVVIKVAIAGASGTR
LQSDTTISSNVSTGTLASIAAQANSVTQSSLSEQPNEYNATGESSLTTPSASRRFMTTPGLPAGWERRQDGQGRTFYVDH
NSRLTSWHPPESVSAEAQTEQGPLPDNWEERRDPQGRIYYVDHNTRSTTWHRPTQNHVERVNRFQSRDLRAANTNHELRS
LFSGTERSDQDVETIDPETMPLPPFWEARVAANGARYFMNHLLQRTQWTDPRSESAQLPLPSGWTQSVTAEGRVFFIDHN
NRRTQFEDPRLEPDYIKQMEKANAEVPKYIRNFRYKTFLFKQTLQQLQHQGEFKLICSRDAVFQDSYEQIINATANTLRR
RLMISFHGEEGLDYGGVSREWFFLLSNEMLNPNYCLFEYATQSHQSLKINPESGINPEHLSYFRFVGRVVGLAVFHQKFI
DCGFTLPFYKRLLGRPLKLLDMESVDASIYKSLKWLLENDIDDLFLGMTFAADYETFGEIKSVELKPGGNDIEVCDANKA
EYIDLMINFRMSRGVEDQMKAFMTGFNEIISLDKLQMFDER                                       
>Contig19107_Pirum_gemmata_fr1                                                  
PDVKHLPTSSTCFNLLKLPPYKNKMALKEKLLFAIRNKAGFENI*SHYILSFFCVGPDVKNLPSLRHQLV*IYTPFLPLH
LLYSS*L*IWRVLLDLTSNIYLRHRLVSNYKTKIVLKEKLPFAIRNKAGCENI*CHCVSCFLVCPPSTLKIYLRYQLVSN
GIERFVIRNEGGFCNMILL*KCGPRR*KNNIINLF*CIMRFKCEGNVNDTIIYMLFSVLCKGA*GKLKFLFIDITIYGSN
>Contig20806_Pirum_gemmata_fr1                                                  
CAALNGSVEILKLLLKKYTKEFLQFEARDNNGSTLMHFAALGGNTECIKFLISLGVPVDGLDKCGWPPILYANWNASEEC



IMALFEQKPEQIKHLGRLVSDAKEKEDFEKHRKALQIVIPVLTSIANIPAYYSMLNTYIFNNIQVLDEAFSFMLEHKTLL
EYRNKQKWFEYKMLEANELNYGDTFWVDRADILASTKRYFSSAFLPVNMEIRFNGEEGSCLGPKREYFSCFSNEVINPKN
RIFTNTPNGNSVVPFFSVKPKEDLSTSGMMKIVGRVVGAALFSNHLLQLPIEQSFLKQVLGEKVTLADLENYDSVLYTNL
KELLNNDHAEDLYLTFESQIEDSEGNTATIVLKPGGSQLDLTDKNKTEYVKLKTDLVLKNNYEIHIEQFRKGLFDIVACE
YLRPFSVEELLLMLMGTPNIDVEDWKAHTCYTGDGIGVNTPIIKWFWEIVTEMSESEKALLLKFCSGLSAVPSGGFCNVT
ALSGTGFTVQVSSFNSIDKLPTASTCFNLLKLPNYPTKNHMYRKLMIVLRHGCEGFTFS*KLNNNKRE            
>Contig57506_Pirum_gemmata_fr1                                                  
NNNNNGNSDSKSKDINTNLDIKLSNKSSTDISLAQMNSMTDSRYYLFLGRILGLAVFHGHFIDALFVNTFYRSLAGLPIT
LRDIETLDESLHRSLLWMLENDGVEYLDMRFSVDAMINDKLQVVDLIPDGRNKVVTDENKEDFVKLMLNWRVHRGTDSQL
NALKSGFHEYIPESQLKNFTEQEIEYLLSGETKIDVEDWKENTVYKDCVEKDDLIQWFWRIINESEKTFRLKVLQFVTGT
QRTPTEGFQALQGSDGPRKFCIQMLRDTSKLPSSHTCFNRLDLPLYKTFEELNAKLKTAVNGFQGFADE*          
>Contig58384_Pirum_gemmata_fr1                                                  
KQKTKNKNKK*KWKINKKISS*IQS*KSELPIFTIYYFKDVEKRIARINTALRTLRINL*ILMKHPVGQKSMLTMKQFAL
SALEKLVYFIFFSSKLTPYQVI*LMLI*WYLKFLKEVLKISAIFFFWMEIRIF*PLTFS**NRFIKEFLIGTLLEIHYMK
A*KAIC*IFKPHHPDFLLIWGSTLYY**ILCFLITSIMWKFSLQSCKILTIYQLL*RKYLSNFGLVFLFRILNIRYPFFN
SLSLFV*FRTRPQLSVRIDQANLKSEIVDFGEFTNSVLSERLDLRVDFPAWKNGDGFSFCHYPFLLTAAFKSEVLKIENI
VQMRHEMQDAFFRSIMNGPHDPYLVLQIRRDHLIRDALIQLSCKPHIDLKKQLRVQFIGEEGVDEGGIRKEFFQLIVREI
FDPKYGMFSFDPDTQLCWFSENAKWQDEREFELIGLILGLAIYNSVILDVHFPIVVYKKLMGCELHIHDLRQSHRELWKG
LKDLLAFEGDVAEVYARHFEIEEVSFDKRITVPLTPNGENIPLKNDNRKEYVKLYVNYVLNKSIEKEFEALKRGFQNVAS
GGALNLFRAEEVESLICGCPDIDFVALEKNTKYDGGFSIESLVIINFWRVVHTFNDEQKKKLLFFATGSDRVPIGGLSRL
QFVIAKNGPDSNRLPSAHTCFNVLLLPEYSNKEKLETALLCALQNTEGFGLI*VIIQSETHL*IN*NKN*KLKQKTKHQN
QKQTPNTKHQ                                                                      
>Contig58385_Pirum_gemmata_fr1                                                  
DK**MINGYLFLYSDSPVTSAAVCLSLLHQANLKSEIVDFGEFTNSVLSERLDLRVDFPAWKNGDGFSFCHYPFLLTAAF
KSEVLKIENIVQMRHEMQDAFFRSIMNGPHDPYLVLQIRRDHLIRDALIQLSCKPHIDLKKQLRVQFIGEEGVDEGGIRK
EFFQLIVREIFDPKYGMFSFDPDTQLCWFSENAKWQDEREFELIGLILGLAIYNSVILDVHFPIVVYKKLMGCELHIHDL
RQSHRELWKGLKDLLAFEGDVAEVYARHFEIEEVSFDKRITVPLTPNGENIPLKNDNRKEYVKLYVNYVLNKSIEKEFEA
LKRGFQNVASGGALNLFRAEEVESLICGCPDIDFVALEKNTKYDGGFSIESLVIINFWRVVHTFNDEQKKKLLFFATGSD
RVPIGGLSRLQFVIAKNGPDSNRLPSAHTCFNVLLLPEYSNKEKLETALLCALQNTEGFGLI*VIIQSETHL*IN*NKN*
KLKQKTKHQNQKQTPNTKHQ                                                            
>Contig67983_Pirum_gemmata_fr1                                                  
IQ*RLYHIIYNSNTKVLKNTSLIVCMYQNYYKRVI*RHEHCFINVFNLNDFVML*YCT*QNMVQNENENLGPHPPTHLGR
SLDNITNPDTEENFDSFDPNFKPKINVVNGSNSNLSNHNKKNKYGGSLSRIQVPGVKNRCVSEAHIPKLSKRELSASNFA
ALSHGHLSLKAATPARSYNSPNSPIAASKRQFESKVRRYYHQISVGCQNNKCTNVFCKSSPDGPQLKPDLATIMCIQLAS
RQKTFFCKGSHHEEQVIPIEVFSKDYNNPGKPKPFLHSVFSATPFASLFSIKQPSDDNASSSNTNETAIEEPALSGHQAE
NISLQTNLTKRSKSAIRISYEEGTRTKLEPSESLSCINYPFEEEIEQFSLRFLTLETLNEAILTYHECNDDAFLMNTIRT
VFSSSECLNESFRVNDETEYDSGVDLNSVSAAFDLLKNLNADKFKNTLINAIEILVAHLAVTSIQRSMLPQLVIILEFPL
LRNPVYHETLVRKLCKIMSELPQSSALRMKHWLSRYEPSRFENLILIFRQYVSMHHHQHQRPDVYMIGSLRSLQLLYEAN
EIALNELGERVIDNSLFYTPTVSKKIDFKEEYQIWKKPKNMDRRASASIRQTFFEYPFIFDPAAKARILHIDAVVQMSQV
FEDAFVHSAWVFQAQKILEDSSKNVSVKGALKNATCPYLVLEIRRDHLMEDTLAHLTSKSKHDLKKPLKVKYVGSGEEGL
DMGGVQKEFFQTIIESVFDTAIGMFTYNEETRNFWINSHSLESLREFELVGILLGLAIYNGIIMDIKFPIVLYKKLLGLE
PTLHDLKQSQPRLGKSLQQLLDWDPINGSVEDVFCYTFQIVDVQYGETKYIDLIPNGGDLPVTDQNKNEFVKLYVDHLLS
SSIKKQFERFSRGFHRVCGGSALSLCTSEELEVLICGSPELDFVALEKTATYDDGYHANHRTIKMFWSVVRKYNGEQKKQ
LLHFVTGSDRAPITGLSNMTFVIQRNGPDSDRLPTALTCFSRLLLPEYTSLSKLKNRLTTAIENGKGFGLV*LG*V*RIT
PNNILKRLLGICYFIF*KKDPREKKNFQKNLEKKSSDWLNFT*P*LISFLVHQKNHLHCVFYNGHHLYNFIMT*KWDLVS
YMV*METHNI*IATHLSKTSYNLTITQTKVL*PLNRFRCPIQTMI**CTKKFIIFD*FGTQAVQLQYNQNLHFNKKSPKI
QIIFFSLNCYSKIKLLY*                                                              
>Contig67984_Pirum_gemmata_fr1                                                  
VATVVVALVFVIHIHG*V*HKKKRKNKNELISR*I*KWSLC*HCTYVFI*AATPARSYNSPNSPIAASKRQFESKVRRYY
HQISVGCQNNKCTNVFCKSSPDGPQLKPDLATIMCIQLASRQKTFFCKGSHHEEQVIPIEVFSKDYNNPGKPKPFLHSVF
SATPFASLFSIKQPSDDNASSSNTNETAIEEPALSGHQAENISLQTNLTKRSKSAIRISYEEGTRTKLEPSESLSCINYP
FEEEIEQFSLRFLTLETLNEAILTYHECNDDAFLMNTIRTVFSSSECLNESFRVNDETEYDSGVDLNSVSAAFDLLKNLN
ADKFKNTLINAIEILVAHLAVTSIQRSMLPQLVIILEFPLLRNPVYHETLVRKLCKIMSELPQSSALRMKHWLSRYEPSR
FENLILIFRQYVSMHHHQHQRPDVYMIGSLRSLQLLYEANEIALNELGERVIDNSLFYTPTVSKKIDFKEEYQIWKKPKN
MDRRASASIRQTFFEYPFIFDPAAKARILHIDAVVQMSQVFEDAFVHSAWVFQAQKILEDSSKNVSVKGALKNATCPYLV
LEIRRDHLMEDTLAHLTSKSKHDLKKPLKVKYVGSGEEGLDMGGVQKEFFQTIIESVFDTAIGMFTYNEETRNFWINSHS
LESLREFELVGILLGLAIYNGIIMDIKFPIVLYKKLLGLEPTLHDLKQSQPRLGKSLQQLLDWDPINGSVEDVFCYTFQI
VDVQYGETKYIDLIPNGGDLPVTDQNKNEFVKLYVDHLLSSSIKKQFERFSRGFHRVCGGSALSLCTSEELEVLICGSPE
LDFVALEKTATYDDGYHANHRTIKMFWSVVRKYNGEQKKQLLHFVTGSDRAPITGLSNMTFVIQRNGPDSDRLPTALTCF
SRLLLPEYTSLSKLKNRLTTAIENGKGFGLV*LG*V*RITPNNILKRLLGICYFIF*KKDPREKKNFQKNLEKKSSDWLN
FT*P*LISFLVHQKNHLHCVFYNGHHLYNFIMT*KWDLVSYMV*METHNI*IATHLSKTSYNLTITQTKVL*PLNRFRCP
IQTMI**CTKKFIIFD*FGTQAVQLQYNQNLHFNKKSPKIQIIFFSLNCYSKIKLLY*                      



>Contig70644_Pirum_gemmata_fr1                                                  
AQQAQQAQQQGDEAPLPPGFEMRRTAQGRVYYVDHNRRQTTWTRPTASHLNNLNQWQNRDLNQAQAALHQRRAAFSPNTA
AAHRPTPRTSGTPAGTGQSDPMPPGWECRLTAAGTPYYVNHISRTTQWEHPNSASSRRALPSGWTQSVTADGRVYFIDHH
NRRTTYNDPRLNPAYASENTIEIPQYQRDFKTKLDALRSRLQLQAGECKILLTRENLFQDSFQAIMKNKDATHYKSRLRI
QFKGEDGLDYGGVSREWFFMLSNEMLNPNYCLFKYATDNHTTMIINPHSSINPEHLDYFKFVGRVIGLAVYHGRFIDCGF
TLPFYKKMLGKKLTLEDLESVDPVQYKSLKWILDNDIDDLYLGMNFSIDREHFGEIKNCELKPGGADIDVTDENKKEYAD
LMVNWFVCDSVMDQTNAFLKGFNEFIDPNLMTMFDEKELEVLICGVSEISVDDWEENSIYRNYSKVSQEVKWFWEIVREM
NHEQQSRLLQFVTGTCRVPLAGFAELQGSNGKKPFCIEKIGNQDWLPHSHTCFNRIDLPPYKNKEQMRGKIFMAIQETEG
FGAE*YTNFY*CNAI*FRI*IRFFLS*SNHYVFYMID*K                                         
>Contig22937_Pirum_gemmata_fr2                                                  
LMADFRLNKQIKEQSKYFVKGFHSVIRPSWLSAFSASEIKRLICGDSDDFDIENLKANTYYQGGYSSSHRVIRYFWDVLD
GFSPADKQAFLKFCTSCSRAPILGFESLEPKFTIRYVGEKDDESFATSAVQFLTMGMASVGPDVKH              
>Contig70643_Pirum_gemmata_fr2                                                  
RILKSTCLEELSLRDNGIEALFVNQFRINLGLNQHLKRLDLGNNNIGDEGIRVICLALENNTGLESLKVDNCGISRIGCS
PLKRLLLTRTHLKHLGFEGNRITTDQLLHYLALSGSEFYLSTVDGEPFVLPELPSDPMSPEATRDLDTPVRSVIEQFREM
LGDSFEEINTTSSSSSSNTDSPGQSTGTNQPEVSATNSSRSVEVLPENWEARVDPASGVTYYVNHVTRTTQWERPRLDGT
SPSRAGSTTSSASVGARGSQANVQTSARRSNSQQSTGSTGRRYHNQRTDEQDQALPFGWEMRRDLRSGIPYYVNHSTRTT
QWERPALETNSKDRNAEASGSNTDDALPPGWERRKAPSGHFFYVNHNNKTTHWEKPTIETTTKSQNNPAFIKKTYTLTHA
SPHYRREFQSKITRLRCHQWKQTNGETTLEITRENIFEDAYQQIFMASVKDLKKRVKFQIKGEEGLDYGGLSRECFLLLS
NEFSNPNYGLFKYANDNHTSLTINPHSGINEDHLKYFKFIGRAIGIAVFHGHFITAGFTLPFYKNLLQIKLSLDDLNSID
PEQYNSLKWILDNDIDDLYLGLNFTIDYDVFGVTHTHELKENGAEIDVTDSNKHEFVNLMIAWKVVDQVRDQADALFTGF
SELITLDSISVFDEKELEMLICGTSEINVADWQKNSVYRNYTPTDQPVIWFWEIVREMNHEQQSRLLQFVTGTCRVPLAG
FAELQGSNGKKPFCIEKIGNQDWLPHSHTCFNRIDLPPYKNKEQMRGKIFMAIQETEGFGAE*YTNFY*CNAI*FRI*IR
FFLS*SNHYVFYMID*K                                                               
>Contig17303_Pirum_gemmata_fr3                                                  
VGRVVGLAVFQQKFIDCGFTLPFYKKLLGRPLVLEDVETIDPNMYKSLKWVIDNDIDELYLGMVFAHDYEKFGEILSIEL
KPGGNEIDVTDANKAEYIDLMVNFVINHGVEEQMKAFMNGFNEIVTLDKLQMFDERELEVMICGVSEIDTDDWEKNTILR
SYTTSNKQIRW                                                                     
>Contig20807_Pirum_gemmata_fr3                                                  
VWINVAGHLSFMLIGMLVKSVLWHCLSKNLSRLSILDV*CLMQKKRKTSKNTEKHCKSLFLF*PR*SISRKHFRIANIPA
YYSMLNTYIFNNIQVLDEAFSFMLEHKTLLEYRNKQKWFEYKMLEANELNYGDTFWVDRADILASTKRYFSSAFLPVNME
IRFNGEEGSCLGPKREYFSCFSNEVINPKNRIFTNTPNGNSVVPFFSVKPKEDLSTSGMMKIVGRVVGAALFSNHLLQLP
IEQSFLKQVLGEKVTLADLENYDSVLYTNLKELLNNDHAEDLYLTFESQIEDSEGNTATIVLKPGGSQLDLTDKNKTEYV
KLKTDLVLKNNYEIHIEQFRKGLFDIVACEYLRPFSVEELLLMLMGTPNIDVEDWKAHTCYTGDGIGVNTPIIKWFWEIV
TEMSESEKALLLKFCSGLSAVPSGGFCNVTALSGTGFTVQVSSFNSIDKLPTASTCFNLLKLPNYPTKNHMYRKLMIVLR
HGCEGFTFS*KLNNNKRE                                                              
>Contig36503_Pirum_gemmata_fr3                                                  
RMSCFSVVLTI*VKSTILFK*LVVDNNVGCIIILYNFIQNHCHMHCHMHILLSFIL*IIYRLGSLFIITTTHAHA*DSVR
IKRCSIRT*TPNNNTVFVKAQQNNASIFNIAKRKQNLTSMSATKDSGWSFKEGKWVKCCTENLETVSVHKNTKKKGCRKP
PAMYRTGIGNNEQWYMSANDLHQQHDRLISRFLSMVDESVEDILRSWDHPYSSRVSREHHRIRLPFRIDSHRGMDGGGLT
AEFLPMVLHEVIGFENNYNNDQFNDNDICTEIYCTSSNRARVLIPSILSLSTAKDENRMHVLKKTLRRVGALIGVVCNTS
GCSRSLTLGLPLDFLCLKRLFNPTAEITKEEVFQSVIGDRLSSLKNISISEARQYAEENQIEQLFPVLPFETEHPSEITW
PVYIEQLTLALLDDNGPFCWIREGFDATRPFNDYRFMSFSPALVREENIDWLYRFLIGDCVDVNLLIGKLKFFNGSQELC
QGLIDVLKSFSDKQREHFVKFCTGSNRLRGNDDHIEIWWTDSSEGILSHTCGMLVEMPANFGSVKNLQNIILAVITPSNN
DVSFNVR*KIHFLRKKQKKTK                                                           
>Contig58383_Pirum_gemmata_fr3                                                  
TKNKKQKQEIKMEDQQEDKLMNTILKKRAANFYNLLFQGCGKANCENKYCASNSSNKPLDSNEASCRAEEYANNETICSF
CSGETSLLYFFFEQTDPVSGDIANANLMVSQIFERSAKDFSHFFLLDGDQNILAIDLFLIKSIYKRISNWDTLGNTLYEG
LESNLLNFQTTSPRLPSDLGKYIVLLMNPLLFDHEYHVEILPAIVQNINNLSAPMKEILVEFWSSLSVSDFKHTLSIFQQ
FITFRLISNQTPTFSANSDSPVTSAAVCLSLLHQANLKSEIVDFGEFTNSVLSERLDLRVDFPAWKNGDGFSFCHYPFLL
TAAFKSEVLKIENIVQMRHEMQDAFFRSIMNGPHDPYLVLQIRRDHLIRDALIQLSCKPHIDLKKQLRVQFIGEEGVDEG
GIRKEFFQLIVREIFDPKYGMFSFDPDTQLCWFSENAKWQDEREFELIGLILGLAIYNSVILDVHFPIVVYKKLMGCELH
IHDLRQSHRELWKGLKDLLAFEGDVAEVYARHFEIEEVSFDKRITVPLTPNGENIPLKNDNRKEYVKLYVNYVLNKSIEK
EFEALKRGFQNVASGGALNLFRAEEVESLICGCPDIDFVALEKNTKYDGGFSIESLVIINFWRVVHTFNDEQKKKLLFFA
TGSDRVPIGGLSRLQFVIAKNGPDSNRLPSAHTCFNVLLLPEYSNKEKLETALLCALQNTEGFGLI*VIIQSETHL*IN*
NKN*KLKQKTKHQNQKQTPNTKHQ                                                        
>Contig2104_Pirum_gemmata_fr4                                                   
TKQKLKVFILQASELAKKDMFGQTDAYCKVHVNDGEQMQTTAVKKKTTSPYWGEELSFKVDAKIDKLTFTVYDHNRLTSD
AFLGFVEVELNKIQIPAHDESLKLERFSLKQKSQRSRLMGSLSLKFQFAAPQPQAATNNTTAPTAISNRSDTNIEQAGPS
SSTGQTGFEAEDSPLPDGWEERTDQNGRTFFVDHATKTTSWTRPTESTENQIRQNFSSDQRQESQQFSRRTSFTPGSAGA
GPSRSSGPSGTSSRASSSQPSSSQVSAAPSSSTTPIREQSNESALPGGWEMRSTPDGRIFYVDHNSKKTTWKDPRQRANN
QLTANNTNKERSSSNPHLGPLPPGWEERRTHDGRIFFVNHIERTTQWEDPRHDNNSSSFTPAQAYARDYKAKLAYFRSKL



RQREGKVDIPISRSSVFEDSFREIMKHSPDQLRKRLWIKFDGEDGLDYGGLAREWFYLLSHTMFAPYYGLFEYAASDIYT
LQINPHSGINPDHLQYFEFIGRVVGMAVFHGKLIDAFFIPPFYRKILNKPIEFEDIQTVDMEYYKSLSWILDNDITDIID
LTFSVTLDEFGKVSEVDLKPDGQNIEVTEENKREYIKLIIEWRFSKTISEQVDAFNHGFYSIIPQHLIQIFDEKELELLI
GGLAEIDVSDWRANTEYRNGYYSGHAVVENFWEVVTGYDNEQRARLLQFVTGTSRVPVNGFRELHGSNGPQKFCLEKVGA
TDGLCRAHTCFNRLDMPEYDTAEKLRERLTFALENTQGFGNE*HTRSSL***QFDLGSYINNNSEKTMNSDIVNEEWH*Y
YLLQQP*QLHITRKNK                                                                
>Contig14209_Pirum_gemmata_fr4                                                  
YEMDTLTIEISKHNNLKILNLNNNNLGNNNNDEALMWIFKSKSLEKISLRCNGIGSTLISRLCAVIPQATHLQKLDLGNN
KITSDGAIELANCIEFNTTLQELQVDANQIDMAGVKKLIKVFEENVNLSSLLLKNNACTGDQTETLLVNATMKKTLTIGI
TNRLPAGWEEREDSISGYKYYVNHNEHITQWERPRIGAQDLEDELPVSKKKYTENNKTPQYKREFQLKVDKLRRTVWAKL
SGETVLYVKRDTLFEDGFDQIMKYDDDVSLKKHLRFKIFGEDGLDYGGVARETFELLSKEFSNPNYALFQYATENRTSLI
VNPQSGINPDHLKYFRYIGRIIGLAVFHGHFIHSGFTVPFYKTILNKALTIEDLEAIDRDQYASMKWILENDINDLGMGL
NFTVDYEEFGVIKSYELKLGGSDIDVTDENKKEFVDLIVKWKVIEQVRPQTDAFLTGFSDIIDLTDISIFDAKELEVLIC
GLSTIDISDWERFSIHKGYTNDSKVVLWFWKAVRDMNDEDRVRLLQFCTGTCRVPLGGFAALQGSDGQKLFLIEKVGDSS
WLPRSHSCFNRLDLPPYESFEQLQQKLNIAIHETSGFGLE*VMEIRENIFESNSLILTIK*R                  
>Contig20305_Pirum_gemmata_fr4                                                  
PLANNSKQSKKVCLHFKTLGSLCAKAIMDQRLIDISFSPAFWTLVFGLESQLSLGDIVNVDVGLYNSLLALQKIVKERKL
AEKDGNSNKVAAIDAEVSDMFLEWFLPGYPDIKLMDSTDLVLGEQLEQYIELVVYFSLIKTTKRQLKYFKKGWNKVFNIN
ALGSFTIEEVDHILRGVEEKWTVETLVTMVKPDHGFTSESQSIKNFLLIISSFDKIERQKLLKFLTGSPRLPTGGLKSLK
PPLTIVRKAIESNPDDYLPSVMTCVNYLKLPDYSSLDIMKTRLLTAIEEGADSFHLS*QVRVSVSVGAGIRVGVRLG   
>Contig25788_Pirum_gemmata_fr4                                                  
YEGNCEDLSLTFSVDENRFGELVTFDLKPGGSCTSVNDDNKMLYIYLMAD                              
>Contig51618_Pirum_gemmata_fr4                                                  
EKGDNLILTYLPHIVPFKKRVELFRNFVLLDKTALPEGNHHIKISRKRIIEDGYRQLSTLNDAQFKSTIRVRFVNELGLD
EVGVDMEGVFKEFLEEMIAAVFNPDYNLFSMTQENTLYPSLTSYLHSDYKRLFEFVGRMLGKAVYEGIVVDVPFALFFLS
KLLGLSNSLDELSSFDADLYKNLTFLKHYEG                                                 
>Contig2106_Pirum_gemmata_fr5                                                   
LIFTYLIYNHNEKGMAVFHGKLIDAFFIPPFYRKILNKPIEFEDIQTVDMEYYKSLSWILDNDITDIIDLTFSVTLDEFG
KVSEVDLKPDGQNIEVTEENKREYIKLIIEWRFSKTISEQVDAFNHGFYSIIPQHLIQIFDEKELELLIGGLAEIDVSDW
RANTEYRNGYYSGHAVVENFWEVVTGYDNEQRARLLQFVTGTSRVPVNGFRELHGSNGPQKFCLEKVGATDGLCRAHTCF
NRLDMPEYDTAEKLRERLTFALENTQGFGNE*HTRSSL***QFDLGSYINNNSEKTMNSDIVNEEWH*YYLLQQP*QLHI
TRKNK                                                                           
>Contig20013_Pirum_gemmata_fr5                                                  
SKNTWVCWVILLPRIL*LFFRIFILFWIVPTFSHFFATLLNYKVLRTEKNGFTKI*KINSKRRVVFLSSKPFAIKFIDED
GVGAGVKREWFDIISKELFNPNYGLFELSVEKGTFQPNSSSYINPDHLQYFRFCGVIIGLALFEERTLDCYFTRSFYKHI
LDLPVDYSDVESLDPEYFKSLQWILDNDITDCYLELSFSIETNVFGKIENLELKPNGFNIPVDESNKYEFVRLATERKMT
TSIGPQIENFLDGFYSFIPKRLIGIFNEYELELLISGLPEIDLEDWKTHTYVSEIDLEEKNIVKWFFEVLEEANEVDKAH
VLQFSTGSSRVPIGGFECLKRYISAENAHAFTLAKLNCEDQDKRLPTASTCFNMLKIPIYSSKKILKAQLFRAIYGVQGF
DFL*FYYYYFNN*TKNMREIRESI                                                        
>Contig24124_Pirum_gemmata_fr5                                                  
SFDSCVTSVLNIIRIIQIIDRNSNNPYSANYEGFVNCKLQTKIRQLMLDVSICLSQRLPLWCTSLFEQYPMLFSYEIRTL
YFHLYCKGVYRGMNKLQSVLNVDTRKTNEFKFCNIQHIISKIKVNRENILEACIKLLNADNTDEDKNVKMLEIEYKDEIG
TGLGPTLEFFSLVSIEFKNHPLQLWRSLGNESNYQDGLFPEINLAGKISQEKLNVYRFFGQFLGRAMLDSRVVDLSFSPM
FWIWLLGREKYICFDHIKYVDSKLYQSLSGLHNISLEKQKIENSDDLSEEQKDKVISELTLNGG                
>Contig27511_Pirum_gemmata_fr5                                                  
GEVNERTATLGPLPAGWEERRTHDGRIFYVDHISRVTQWEDPRHTHKDSVISSTPKYDRDYRTKLAYFRSKLRQREGKVE
ISVSRENIFENSFIEVSKYTPDQLRKRLWVKFDGEDGLDYGGLAREWFYLLSHSMFTPYYGLFEYAASDLYSLQINPNSA
VNPDHLQYFKFIGRVVGMAVFHGKLIDAFFIPPFYRKILNKKIEFEDIQTVDVEYYRSLKWILDNDITDVLDLTFSQTQE
KFGEFKEIELKLGGAEIEVTNDNKKEYVDLVVEWRFHEAIKEQMDSFNHGFNSIIPKHLIQIFDEKELELLIGGLAEVDV
KDWKVNTEYRNGYYSNHETIMMFWRCVEEFDNELRARLLQFVTGTSRVPVNGFKELHGSNGPQKFCIEKVMATDGLCRAH
TCFNRIDLPEYESYEILRERLLFGLENTQGFGNE*FLTTTTTITNHQPPPANHHRPSPSSPATIK*ARKFRAQQAPAPAP
APVLSTNTQHQYSE*FLTTTTTITNHQPPPANHHRPSPSSPATIK*ARKFRAQQAPAPAPAPVLSTNTQHQY        
>Contig27512_Pirum_gemmata_fr5                                                  
GEVNERTATLGPLPAGWEERRTHDGRIFYVDHISRVTQWEDPRHTHKDSVISSTPKYDRDYRTKLAYFRSKLRQREGKVE
ISVSRENIFENSFIEVSKYTPDQLRKRLWVKFDGEDGLDYGGLAREWFYLLSHSMFTPYYGLFEYAASDLYSLQINPNSA
VNPDHLQYFKFIGRVVGMAVFHGKLIDAFFIPPFYRKILNKKIEFEDIQTVDVEYYRSLKWILDNDITDVLDLTFSQTQE
KFGEFKEIELKLGGAEIEVTNDNKKEYVDLVVEWRFHEAIKEQMDSFNHGFNSIIPKHLIQIFDEKELELLIGGLAEVDV
KDWKVNTEYRNGYYSNHETIMMFWRCVEEFDNELRARLLQFVTGTSRVPVNGFKELHGSNGPQKFCIEKVMATDGLCRAH
TCFNRIDLPEYESYEILRERLLFGLENTQGFGNE*FLTTTTTITNHQPPPANHHRPSPSSPATIK*ARKFRAQQAPAPAP
APVLSTNTQHQY                                                                    
>Contig39071_Pirum_gemmata_fr5                                                  
ENVGEYIDLIVKLLLYEGVKDQMHAIRNGFYSLIPLSGICCFSPLEIENLLCGSTEVWDMDLLRKAVKTGSGYTIDSPSV



ITLMEIMCEFDEAEKRKFLQFITGSPRLMNGIANLNPPMTVVCKKQPDDYLPSVMTCVTYLKLPDYSSKEVMLKMLKKAM
NDGAGSFHLS*ENYCVYNKLKIIG                                                        
>Contig78602_Pirum_gemmata_fr5                                                  
TSDKQIRWLWQCLRSWDNDMRVRFLQFVTGSCRVPIGGFKDLQGSNGPQLFCIEKVGDQTWLPRSHTCFNRLDLPPYKSY
EQLVQKITLAVDETEGFAQE*KKGERGEIKKKKKKEGFAQE*                                      
>Contig2105_Pirum_gemmata_fr6                                                   
ITP*PQPNNRNPNPNSNHNSNPIFNNREDPRHDNNSSSFTPAQAYARDYKAKLAYFRSKLRQREGKVDIPISRSSVFEDS
FREIMKHSPDQLRKRLWIKFDGEDGLDYGGLAREWFYLLSHTMFAPYYGLFEYAASDIYTLQINPHSGINPDHLQYFEFI
GRVVGMAVFHGKLIDAFFIPPFYRKILNKPIEFEDIQTVDMEYYKSLSWILDNDITDIIDLTFSVTLDEFGKVSEVDLKP
DGQNIEVTEENKREYIKLIIEWRFSKTISEQVDAFNHGFYSIIPQHLIQIFDEKELELLIGGLAEIDVSDWRANTEYRNG
YYSGHAVVENFWEVVTGYDNEQRARLLQFVTGTSRVPVNGFRELHGSNGPQKFCLEKVGATDGLCRAHTCFNRLDMPEYD
TAEKLRERLTFALENTQGFGNE*HTRSSL***QFDLGSYINNNSEKTMNSDIVNEEWH*YYLLQQP*QLHITRKNK    
>Contig14210_Pirum_gemmata_fr6                                                  
TTKPNITDITIINTTRILNDIFRI*KLIKVFEENVNLSSLLLKNNACTGDQTETLLVNATMKKTLTIGITNRLPAGWEER
EDSISGYKYYVNHNEHITQWERPRIGAQDLEDELPVSKKKYTENNKTPQYKREFQLKVDKLRRTVWAKLSGETVLYVKRD
TLFEDGFDQIMKYDDDVSLKKHLRFKIFGEDGLDYGGVARETFELLSKEFSNPNYALFQYATENRTSLIVNPQSGINPDH
LKYFRYIGRIIGLAVFHGHFIHSGFTVPFYKTILNKALTIEDLEAIDRDQYASMKWILENDINDLGMGLNFTVDYEEFGV
IKSYELKLGGSDIDVTDENKKEFVDLIVKWKVIEQVRPQTDAFLTGFSDIIDLTDISIFDAKELEVLICGLSTIDISDWE
RFSIHKGYTNDSKVVLWFWKAVRDMNDEDRVRLLQFCTGTCRVPLGGFAALQGSDGQKLFLIEKVGDSSWLPRSHSCFNR
LDLPPYESFEQLQQKLNIAIHETSGFGLE*VMEIRENIFESNSLILTIK*R                             
>Apar_comp5697_c0_seq1_fr4                                                      
CLC*R*LPCLQKSQQTPLGVALCDGSTECTEVLLREGADANLLDSTNNSTVHFAAEGGSVACLKMITERVPRHYLNMPDK
EGMTPFMLAVQRGHVDAMRYLVGICGVKIIFTTTKDKDTPLHLAAIAGSKEAVDYLVELGHPVAPPDRKGWPPLLHGIFF
NKEDSVLTLFKHNTHQLYMLMPLLTVEDEEMRAKNKECVVKVLTLIATVPAYYSALNEFVSNNIEMLENDLKFMLEQRTI
LSFDNKRRWLERRLAQTRYSRSTNMGHLRLNIDRATFLDSVSHQLETVQAPPITLQVTFNGEEGVARGPIVEMFDVAGNQ
MLDPDLGLFETAGNSYSYSPCYYLAPQPTQVDRRADAQRRSKLYTTLGKLIGMALVTNHLMPLNFARHVCKLLLGQKVTY
EDLQSADSVMYDNFEKLLAADPETVEMMCLSFEATIRDRAGNVVNRELKFGGADIPVTAENRKEYVSLYTQLVISDLIKP
QVDDIRRGLYLMVHPTHLAPFSSDEIPLLIMGNQEIDI                                          
>Apar_comp5697_c1_seq1_fr4                                                      
GIDSRDGGAHTSYHEYRPTDAVIRWFWALVAKLTPNERMLLLKFATGTVCVPTGGFKKLVGLHGPEKFTIAKSYSGQHAL
LTASTCFNRLKLPVYTSYQQLESKVLVAIRHGSEGFAFC*LASLQCHA*PDLLRRQSSYPERLFLS*HIVVFVGVHFFKN
ILVFAES*EDLWVRKCVSVRAYSCLCKIRGNSESILVFSESVGFSANVVDHIRAGGRWIHLLNVNGYVCVNWSMKHTLPK
NEC*WTCVSTYTGVLSLCLLS*FTYV*SMLQKHKPPYIVNLVLHVRMNKRDINYIK                        
>Apar_comp17251_c1_seq2_fr4                                                     
YPLTVVFPHTQLDPELYKNLTFLKNYDGNVEDLGLTFSVDEDRFGKVETVDLRPGGSAMPVTNENRILYIYLMADYRLNR
QLGKQSRAFIQGFTSIINKTWLRFFNATELQRLISGDNVALDLEDLKRNCVYHGYSSGHRTIRYLWQVLEEFTPEQQRLF
LKFVTSCSKPPILGFSALEPKFSIRFVESGEEDEGPSGNAIVNILTFGAFGTDTNRLPTASTCFNLLKLPAYKKKSTLRE
KLLYAITSKAGFELA*PNIMALRDSPWVIEMESSNVRHVMCLCNVLNLQLFK*VAWYCPLNV*IVHFVACACCNHCDTVM
HVEVVMYECIFAYHNESYWLDRSSSWEEHLLIRFAIIFL                                         
>Apar_comp24050_c2_seq1_fr4                                                     
*ASRTRGKQTF*LGLAANRRFRLALLHSVRASESVPTVSLVLLCLRCLLCIYAYVCNCEVRHGGRYKRRRGRESGQEAGC
EEQDGGGSADTCAAAAGAEGFGGKSGGGGGEGVGGNRGEVGGAADGERGAGG*AGTGTEGEGGGGGRQGRGGEGEGEEGE
EGEGEGEEEEEEGDEDDGENEDQEHAADTAIRALLNRLGAVGFDISRFAPAASTSRMKNLLAGLQAVGDEDRQLVAVTEL
AEILSVGTEDTLAGFPVEAIVPALVNMMALEHNPDLMLFATRALSYMMDALPGSSAVAVSHGAIPSLCAKLLTIEYIDLA
EQSLMALDRISQEQGISVLRAGGLSASLSYLDFFATNIQRVATSVAANVCRNVPADCFPMVTDVIPMLTNLLTYPDAKIV
ERACLAFARLVDSFQSSPDKLSILASNGLVPNLMSVISASPPVGGGTFTMVVRTLSSLCRGCPAQTHTLIDNGVVRLLRG
LLNGEEDPVAAASAKLLESTSSTEDASGASQWLTRHTTEQWYELLSLTAELLPPLPTDGVFSVSTMDTQSRAQTMLDALK
RRRQLLLQQGIDAGTVEETAPKETTTEDARALMVKENPNTVVEVSGLLPVLLGLFCATVSPNVRHKALHAILKMLCYSQP
NDLQVLLGDLPVASFVSTLLGSTDLRLSVGGLQMADMLMAKLPDQFADKLRREGVLDEMKRLRDTPIPSPAPPPTAATLT
ASTQAESMRSAPLPDPSSPFAHRRLSETYAETPPATSRRGGRSGLGPGREGERNKNTDKNGSKKDKDKGQPKGESSTPTV
DQKDMQEPTPSATPTTDSAATAAAAPQPTTPKPPTQSAPLPQTQTPTRPGPPTRLFPTTGPNVIAQILQHPPEYEIKMWV
QQQAGRFIQQYNFDSVGGAGSPVLQILTALAEKLKAGPKDNGEEVFRELLGVFADQDSGVTSFEIRGSGLVSVIFEFFTQ
GDETTKFDRIREFAKVFFDGSMDAPPSLEPRAGSGPSKVPPVVLLISKLQSLLNKTEKFQVSVHEIAQSTRGGSTFSSHL
RVLLHPIRVRLLREPNQEGKVKEAGNMVMVEPLAAMFSLEDFLWPQVQPDSQPQPTTPPKQPNTTAESSTTATQSQTAAL
NSASLEVENEHDDEHEGHSGEEDDYDSMSMDMDLDGATARGPRTIELPSTSTGSSATHPFEQSDITPATQTTTPARSRPT
SSTTTNTQNRTATPTTSSTPATPIPETPTQAGATPAAATPAGSAGAVNGQDEGSQGQRQGQQLLRGPDLSKPPRLVFSMN
GKQLGRTMTLFHAIEKYGRTHASSSSTAEGYELRKPGRFWHDTYSLTYAVYDPAVHADTQDTLEKKPDENSSDDGQVEGV
MDALGRALQPLVGCSSIKASDPIHYVLCLLRLLHLLNMRWASIVGREGGAVVATKEFLNTKLSAKLTRQLQDPLSVASLY
FPEWCNEIVRVAPFLFPFEIRQLHLQLTTFGTARALTVLQQRLAGGSSEGEELRVARIQRAKVRIKRTNVLDYCVRLMDQ
YAHTRAVLEIEYQNEVGTGLGPTLEFYALSSKEFQRRDLGMWRENSATSATEGADSVYVRSMCGLYPAPLHAASETPKQI
HYFNVLGRLMARSLLDSRLLDISLSPAFYMWLAGRQNELDFASLQDVDPGLHKSLAPLKAYGDQVAAISTDPTLSIEEKT
ARISQLSVSGSKIEDLCLDFTLPGYPTIELKASGSQTSVTPTNIHEYVNLVVDYTFRRGISTRMSAFTSGFNAVLPMGAL



APFSPAELELLFCGAAEKWEKDMLVANTKPDHGFTHSSQGIRWLYEIMAAYTPDEQR                       
>Apar_comp319990_c0_seq1_fr4                                                    
ATPIYSKGVSADSPHVVLFWQVMENEFSDAERRLFLRFVWGRSRLPSSSAAFDEKFKIQAFVLDDGDDADRHLPQSHTCF
FSINLP                                                                          
>Apar_comp380327_c0_seq1_fr4                                                    
LVRDLFDPSYGLWLVPNEGNPTCWFHPACPADMHQEYYLVGVVVGLAVYHSTILDVPLASACYKKLLGNSVGLEDLASLD
VALAHGLQ                                                                        
>Apar_comp6389_c0_seq1_fr5                                                      
TCFNRLDLPPYKTYEEFREKVYTAVQGFQGFTGE*NGVWGVWGYGWVHTDTCAHVCGRTHTRTHPRAHIHVLSLPLFLRL
PPPPLISCRSLTSRLSFTLSPPPPSPPSLCIGEL*R*CCIYTVMFTAALGSVMITWYC*VW*ILPAYVLVCGLFMLVIGA
VGMRLCACLNVRYLKKR*VPVS*RVMYVFV*LVG*VVQRSCNV*AYVWK***WYVMLAKYRLDIMPQQCRRMYDGTYEHN
CLQDWLKACVIVHKKYNHQKNLCP*CACSKPFFQISYV*DGINATR*IK*CI*C                          
>Apar_comp21920_c0_seq1_fr5                                                     
KTQFTNSFDRLFT*HCLNRD*SCRIVHTYRPAYL*TYV*VRIC*VRLE*QRTFP*LYDHKASFLLARSPFHGLPRTKHKQ
AKALCSSGGKNAIVSVTCTNCRVTTLRDPVGSVGHCRAVIHSRYCTHTESACVKNN*FSVGLFFRFLFLRNAGKMASEYT
MRRSNSTEVRGSHGDVTHSLRPPRPFSSNGLAEENRSPRMQPRMGGGGASAGGPSGSGRGGGGGGGGVGNIAANVSTQTL
DDEIAHSWEWHTHYKPVFCGVCNKAIWAFARQCSKCMLDTHEQCARQAPQCMGEESVLGDYTEEENTQGVEKVELVIKLM
SCSNLAKRYVMHQPDPFAILSVSGQNYRSHVAKRTFNPVWNSRHVVTVKMSSVLNVAVYDNKRNKTSGGGFLGAVSVPVS
TLLEQDLVTGVTVAYRLKKRQLSDVVTGLLVFSCKYNNPSRDEPLAAQYLQQLYAMRARRLTQPMFNAEELDKNPAMRDV
VSNMDSNYFGDREPDNRPNAQLRSYGLQSNVASMTIDTSKLAAVAGSREDGKKPSRLPPSPAAPTCVCKSETSINVKWGP
EDGESTDKGKTAGIRYTLVRDQGSPEAPTQPPSEDGNDWVEEYFGTSTEHTAVALQPEHWYRFRLKASNAFGGSEYGPWS
EPIKTVKPAEEQKRKKSEPKVVVEDTRPHCPFYMSGYCQYGANCPFSHGTGIQDEDTLAIAMLAAALNQDAVAGTALAVA
ASLKESATMPIDTSNLSQFKRDLHNKHVRLREKLHMPKGECHLTVVRASLFASSYAEVMNRSSKELKKKLFVHFKGEGGL
DYGGLAREWFFLLSHELFSPARGLFEFSDDKSYLLQLKNITAAAVATGDTRTDKDQARPPEPRKSDGTAPDPIPEEGRAE
TTPTPGPEQENKETSACNPADLLYYSLVGKVLGLAVYHNHFLDVVFVKTFYKALLGQPIELSDLEEMDPSMHQSLLWMLE
NRIEGVLDQTFSVDTMVKGQLVVVDLVPNGGNIEVTDHNKEEFVNRMVQWRAMRGTDDQMEAIRQGFYEFIPQDLLAEFT
EHELELLISGVTELDVADWRKNTIYKDYKEEDDVIKWFWTVVEEANRDMRLRMLQFVTGTQRIPPEGFQALIGTDGPRKF
CIQKVPDTTKLPSSHTCFNRLDLPPYATFEEFKEKFYTAVQGFQGFSGD*DGWLIWI*RGESAAGRET            
>Apar_comp21920_c0_seq2_fr5                                                     
KTQFTNSFDRLFT*HCLNRD*SCRIVHTYRPAYL*TYV*VRIC*VRLE*QRTFP*LYDHKASFLLARSPFHGLPRTKHKQ
AKALCSSGGKNAIVSVTCTNCRVTTLRDPVGSVGHCRAVIHSRYCLFFRFLFLRNAGKMASEYTMRRSNSTEVRGSHGDV
THSLRPPRPFSSNGLAEENRSPRMQPRMGGGGASAGGPSGSGRGGGGGGGGVGNIAANVSTQTLDDEIAHSWEWHTHYKP
VFCGVCNKAIWAFARQCSKCMLDTHEQCARQAPQCMGEESVLGDYTEEENTQGVEKVELVIKLMSCSNLAKRYVMHQPDP
FAILSVSGQNYRSHVAKRTFNPVWNSRHVVTVKMSSVLNVAVYDNKRNKTSGGGFLGAVSVPVSTLLEQDLVTGVTVAYR
LKKRQLSDVVTGLLVFSCKYNNPSRDEPLAAQYLQQLYAMRARRLTQPMFNAEELDKNPAMRDVVSNMDSNYFGDREPDN
RPNAQLRSYGLQSNVASMTIDTSKLAAVAGSREDGKKPSRLPPSPAAPTCVCKSETSINVKWGPEDGESTDKGKTAGIRY
TLVRDQGSPEAPTQPPSEDGNDWVEEYFGTSTEHTAVALQPEHWYRFRLKASNAFGGSEYGPWSEPIKTVKPAEEQKRKK
SEPKVVVEDTRPHCPFYMSGYCQYGANCPFSHGTGIQDEDTLAIAMLAAALNQDAVAGTALAVAASLKESATMPIDTSNL
SQFKRDLHNKHVRLREKLHMPKGECHLTVVRASLFASSYAEVMNRSSKELKKKLFVHFKGEGGLDYGGLAREWFFLLSHE
LFSPARGLFEFSDDKSYLLQLKNITAAAVATGDTRTDKDQARPPEPRKSDGTAPDPIPEEGRAETTPTPGPEQENKETSA
CNPADLLYYSLVGKVLGLAVYHNHFLDVVFVKTFYKALLGQPIELSDLEEMDPSMHQSLLWMLENRIEGVLDQTFSVDTM
VKGQLVVVDLVPNGGNIEVTDHNKEEFVNRMVQWRAMRGTDDQMEAIRQGFYEFIPQDLLAEFTEHELELLISGVTELDV
ADWRKNTIYKDYKEEDDVIKWFWTVVEEANRDMRLRMLQFVTGTQRIPPEGFQALIGTDGPRKFCIQKVPDTTKLPSSHT
CFNRLDLPPYATFEEFKEKFYTAVQGFQGFSGD*DGWLIWI*RGESAAGRET                            
>Apar_comp21920_c0_seq3_fr5                                                     
GTGIQDEDDMAAAMLAAALNQDANAGMALAMAASLRETSVMPIDTSNLSQFKRDLHNKQMCIRNKLRMPKGECHLTVVRN
QMFASSYAEVMHRPTKELKKKLFVHFKGEGGLDYGGLAREWFFLLSHELYTPARGLFEFSDTQSYLLQLANTGSRVDMAN
AAAKDGTIDEKEKSDGQADVEQDSQPTNGTATGSIQSLTDCRYYQFVGRVMGLAVFHHHYIDAVFVTTFYKLLLGRPIEL
SDLEEIDPSMHQSMLWILANSIEGVLELTFSVDALVNGHLVTVDLVPNGSSIPVTDENKNDFVQRMLQWRVHRGTERQME
ALRGGFLEFVPAEIIQDLTPRELELLISGQTELDVADWRQNTLLKDYSEKDQPVVWWWQLVEESNRDMRLRMLQFVTGTQ
RIPPEGFQALVGTDGPRKFCIQKVPDTKKLPSSHTCFNRLDLPPYQNYEQLVQKLTLAIEETSGFGQE*WISPS      
>Apar_comp21920_c0_seq5_fr5                                                     
GGDRNMSTDSVWLQLVEESNRDMRLRMLQFVTGTQRIPPEGFQALVGTDGPRKFCIQKVPDTKKLPSSHTCFNRLDLPPY
QNYEQLVQKLTLAIEETSGFGQE*WISPS                                                   
>Apar_comp21920_c2_seq1_fr5                                                     
PNYCLFEYSNDAHTNMQINPNSGINPEHLMYFRFIGRAIGLAVYHNRFIDVGFTLPFYKMMLGKPLTLDDVEQVDPEYYN
SLKWLLDNDINDLGLGMMFSVDYEVFGEVRTHELKPGGKDIEVTDENKQEYVNLVAQWRLVRGIEEQWKAFMTGFCEIVN
IQLLLAFDERELEVMICGVNEIDVDDWEANAIYRNYTPKDQQIVWLWKAIRSFDNEKRVRLLQFVSGTCRVPMGGFRELQ
GSSGPQPFTVEKIGTDAWLPRSHTCFN                                                     
>Apar_comp22419_c7_seq1_fr5                                                     
FLMAKRFLPSLALERDNFAGQVADFEAKAEYMRYRMEQMLQDTPPWYIKTNRATILDDGLARLGTKRHRRAGDVDVKFRN
EPGTGEGVTRAWFTEVSDALVSLKDGESWSVFANEYDVALFFEPGHSGFFAPRACALWDQRAAKRPLTRMQREFEAKLEA



QYYTIGQFVALALANSQTISLSFSRHVVKYILGRAMQWHDLAFYNAEKYESLRKLLLMPADVLASCELSFVAPRTPEEGG
GSIALCPNGENIPVTAENVLEYVELHAKFVMVDNVEPALRAMRQGFQHALGAVELSLLSPEDFHLLLNGTGADIDLHLLK
RVTLIEGDPQVDRPTVEAWLWEIVGDMTNE                                                  
>Apar_comp22419_c7_seq2_fr5                                                     
GGG*LSLCCRAKLEAQYYTIGQFVALALANSQTISLSFSRHVVKYILGRAMQWHDLAFYNAEKYESLRKLLLMPADVLAS
CELSFVAPRTPEEGGGSIALCPNGENIPVTAENVLEYVELHAKFVMVDNVEPALRAMRQGFQHALGAVELSLLSPEDFHL
LLNGTGADIDLHLLKRVTLIEGDPQVDRPTVEAWLWEIVGDMTNE                                   
>Apar_comp22568_c0_seq1_fr5                                                     
LNPNYCLFEYANQNRTSLQINPHSGINPEHLTYFQFVGRVVGMAVFHGKFVDCGFTLPFYKRMLHRALNLDDVEAVDPEY
YASLKWILDNQINGLELGMTFSADYEVFGEVKTHDLRPGGANIEVTDENKEEYVRLVTQWRFSRGIEDQMKAFIRGFNEI
VPMQLLSVFDEKELEVLICGVTEIDVDDWERNTIYRNYT                                         
>Apar_comp22568_c2_seq1_fr5                                                     
TIYRNYTPNTKQIRWLWQCIRSFDNETRIRLLQFVTGTCRVPMGGFKELQGSNGPQLFCVEKVGTEEWLPRSHTCFNRLD
LPPYKNYEQLCKKLRLAIEETEGFGQE*TDHTTFSPTICGHGGVAFLTGCRISWDVDVALCGRVLRECATQQVRAGFFCN
TYLCLINI*RNVAQFLPVWYLLQTIHQIALCLTRVSKVQRPSVTQAQF*PSLFISFGSECINSYELM*GKGGGGG     
>Apar_comp22568_c2_seq2_fr5                                                     
EWLPRSHISFTRLALPPYKNYEQLCKKLRLAIEETEGFGQE*TDHTTFSPTICGHGGGAFLTGWGISLGGGVAFWG    
>Apar_comp23787_c1_seq1_fr5                                                     
AMLNLPRPSSMPRPDEDTEIKKWLAAEAKHFLSNYFEQPGDGSTGGDSDQLAVLVKQLQAKNTPAAPGEQEEEARRLVTA
LSGALIDPNVGVSGFEIVNSGLISALLHYLTHKDPAVAKIRRDVFADIFFTREESAAMELDNAEGSHEHSIPAAILIKKL
HNVLNRMERLPMIVHEPPATTSSSFGNHLQEMTRSLTVRVQPDKQAKDKAVVWELRVDPLATIQTIEDYLLSSGRATSQP
APPTAPPAPHPPPVKDEPSQNPPAPQRSTRGRKKQAESDQTEKQSEPVPDDTQRRTRSSIRVAAQAQQKSDTQKKGSAKG
GRGRKRKPADESPDKEVAPKAKKQRKAPQAAQQEPAPPPPQTEFKEEPVHHDRAFLDDPFSSEGEYDGDLVLGDETRDLL
DDSDDGGEDGDGFNEMEMNSGDEDVPPAEPASGNEGDAAPPPANTDAPAADQPPPGQHNPQPDAPPAPNAPPAPPAPGQQ
QNNNNGENAPGGNAQRLRPDYSKDPVLRFTINGHELPRDMTIFAALDKYGHTDSRPAQLFEVRPTLAMRGVNGPLVYEHY
SKPSKPTKGKSKSGKEALHDRITCIPPNDPVRDTLDLMALIFALNVEMERKGRGMPVADLTNNKIEAKLIRQLEDPLAVA
SLGFPDWCSELTAEYPFLFRFETRQQYLQLTSLGLSRALGLLQKRLHTGGAPPLEANEPRLARMTRYKVVIERTDIFRSC
RQYMKTYAHVRGVLEMSFKNEAGIGLGPTLEFYHLASKEFTRKDLGMWRIPTGDTGAAKDDPYIQSLTGLYPAPLPADDP
QRVEQILGYFTTLGRFMARALLDSRLIDLPLSPVFYSWLNGSNGDLSIASIQDIDPTLAKSLESLHRMVTQCMAIQNDTS
LSASERETAIGNLRLDGVLVDDLCLDFTLPGYPHIELKEGGRGISVTNSNVAEYVSLVVEQTLRTSVERQMQAYLDGVAA
VIPLHSLVGFTPLELDMLFCGAAEAWDPQVLSAVTKPDHGYNVNSQAILWLYDILSTYDTDRQRQFLQFITGAPRLPVGG
LRALSPPLTVVRRDCTGHPPDEYLPTVMTCQNYLKLPEYSSKAIMAQRLDTAMNEGAYAFDLS*AKHECMVVAMQTVSKI
*FGHVGPYYP*PTPLLSMVCYFIYCTDLTKACDCMTHLT*IYSFFALQMSTSKLGTKKNMPPQHGEFHEARYPRQFYVSN
VVFEAHQ*INDLWFVSAK                                                              
>Apar_comp24050_c1_seq1_fr5                                                     
FITGSPRLPVGGLRALTPRLTIVRKDACAPLTPDDYLPSVMTCVNYLKLPNYSSKEVMAKRIWTAVEEGRDSFHLS*DPP
PPPP                                                                            
>Apar_comp24090_c0_seq1_fr5                                                     
Q*KFVTAQCCVVTFEEG*GNHL*DI*FRQKKSPNRFGARSEVALLAHKGISKVETVPVAVKIRGTRGAVRLD*SECAGPE
GGGVEDKWGNWLQECKISWFLTGCVTFTVFS*KERCFP*AEKEIYNQVVPSKPLSKQIKEIVELWEVSSVIVPASASILL
PLFGWSVQFLEVR**VLLRFEELNNKDLICRRVYVFGS*SLGCVQAAGWASGFITVKMSQPRDGSRRISVNVVKGESLSK
HLFKSLTQGLCVELTITPSGQKFRTHVVGKTKSPNWSSSYMCAVPPGGQITATVYVRNLSSDKVLGQAAIPLNGQLRGET
VTVDLQPPPGHAMPPGVHALGKLLLKLVDVDAEATRQSQANGPDRRLSAPVTGQQNPSPAANRSQSMSGPSGSAAVPAGP
NSLPTTPGLPPGWERRTDGRGRVFYVDHNTRATSWNPPPAVQQQPAAAAPAQDQQPRPAAAADEPLPPGWEQRTDHRGRI
FYVDHNTRSTTWHRPTTQHLQAVQAWQGRDMSTATQQFQNRSLFGSAPSPAPQRASISAPVASAPPAAAPQPNLADPSQR
PLPPGWEMRIAGNGQPYFVDHNNRRTQWLDPRSEGAQLPLPRGWAQGVTPEGRVYFIDHNTRRTTFEDPRLNPAYQAHVA
ATIPKYQREFKSKMVFLRQSTPVNAGECKLFVTRDNIFQDSYEQIMTCQPHDLKKRLMITFKDEEGLDYGGVAKEWFFLL
SNEMLNPNYCLFEYSNQSHTTMQINPNSGINPEHLTYFRFVGRVVAMAIFHGRFIDVGFTMPFYKMMLGRTLTLEDMESV
DPEHYSSLKWLLDNSINDLMLDTTFSVDYKVFGEVRSHELKPGGKDIDVTDDNKREYVDLVTQWRFSRGIEDQWAAFMKG
FSEIIPMGLLTPFDEKELEVLVCGVAEVDIKDWEENTIYRNYTPTSKQVRWLWQCIAAWDNEKRVRFLQFVTGTCRVPMG
GFRELQGNNGPQLFCVEKLGTEEWLPRSHTCFNRLDLPPYKSYEQLVAKLNLAIEETAGFGQE*ARMTVQAPHVYECTAP
IIRSN*NFNG*GKGLDEGCIWAAGLLQTHQLC*CTVDAGCGLAVTVHGIRW*GLRDVVIVDYY**RHVQVIDFLV*RH**
L*RQWAMDDMSFVLCTRKMWPPRCV*TL*WGREVNGMCMWPWE*MHAVCLVSMCL*YVLLCVCVSLIRYIIVSFIWSI*L
TSKSHCNAVNIMIYAYA*SVWFMTSTCCPPRPFPSTMYS*                                        
>Apar_comp24090_c0_seq3_fr5                                                     
G*GRWGLVSVMAFCDACVSSGNNGPQLFCVEKLGTEEWLPRSHTCFNRLDLPPYKSYEQLVAKLNLAIEETAGFGQE*AR
MTVQAPHVYECTAPIIRSN*NFNG*GKGLDEGCIWAAGLLQTHQLC*CTVDAGCGLAVTVHGIRW*GLRDVVIVDYY**R
HVQVIDFLV*RH**L*RQWAMDDMSFVLCTRKMWPPRCV*TL*WGREVNGMCMWPWE*MHAVCLVSMCL*YVLLCVCVSL
IRYIIVSFIWSI*LTSKSHCNAVNIMIYAYA*SVWFMTSTCCPPRPFPSTMYS*                          
>Apar_comp11731_c1_seq1_fr6                                                     
EEEEVVEGLSLTYLTKDLLQQAIDTYSATQDDAFLLNTTRTVFSSSESLSISFRRDPDTLPTQFDSGLDIESLKDSYAMI
MLLEPKDKFQTALVNALEIIIAHLANTSIPASGLAQLMVILEFPPLVSNPAYLESMVRLLARIISELPESSAKMLRQWWS



RYPQDDFARKVEMFQQYVSVHHHPNQRPDTQMINALSALQLLYEANELAAKDLEERVVDASFFYNDSICRKIDFKEEYNL
WKRIHGDPTDAKESQGSRLSLLTRVSFFDYPFLFDPASKSRILHIDAIVQMSQVFEDAFVRSAWVFQAQKILEESSRSVD
MKGELKSATCPYLVLEIRREHLMQDTLAQLKDKKTMDLKKPLKIKYVGGGEEGLDMGGVQKEFFQMIVEHIFNPEVGMFV
YNDETRQCWINAFSMESQREFELVGLLLGLAIYNGVILDVRLPLVLYRKLLGHEPTLADLKVAQPRVGKSLQQLLDWDPA
QDNVEDIFCYTFQISERLYGEMRTIDLKQGGGDIPVTNENRAEFVRLYVDYLLNRAVQRQFTAFSRGFHRVCGGPALSLC
TAEELELLICGSPDLDFDALEQAATYDDGYSADHPLIKEFWKIVHQMDNDQKKQLLNFVTGSDRVPIAGLSNMAFIIQRN
GPDSHRLPTALTCFSRLLLPEYSSGAKLKEKMFLAMENGRGFGLV*VEELCPIYIYVYLYIYIYTLYF*GLCVGDCVCVC
>Apar_comp16550_c0_seq1_fr6                                                     
NIGEGSLPHCFPVAVFRAILGEPLGISDLETLDEDLARGIRSMCLLDAPTFDTLGQTFSVTAPIRPVGWQTAESTPGPQL
ASFDLAPRGSNTEVTAATRLPFLLGYTWFSLGRCLPLHAFVLGVSQACPRDLLSVFTPAMLQVAVNGAGSIDFAAIRAQS
STLPSEGGPQVDWFY                                                                 
>Apar_comp17251_c1_seq1_fr6                                                     
RKTFTRLCVSVLSAVVQQGMYLCLGTYLSSSLAVLRPSPDKLAVAAAVTLAVRPLLSTPGSDVDTLFAVHILSVPALITR
LNAFTPDVAAMLLKVGIWRKTLGVLYPAQSVKVVFNALEGNYALCLLGNLVELTGMHLNEHQKTVSALVGDKKTEAEMQW
NSMLEMYVPCLSSLLSHCQSYVAKKAQSKGPNTNFHPIVGWYQGKVPQSLQDVLSVVQAQLEHLWGPQHIKIYFRDLDSC
IVDIAQTPSSKDSKRKSVTSKAVDLRVSLRLRDSCQLLNTMRNTLPREKNLILNRVSYYPDLLPRLLILLSTVGPREPFE
IFLSATADPEKEPYIHMLLLFCDCCTNLLVVLDDVEMYDKQTPLTLVNFCTLVKFLNRFVFRLLWQDLADPNKEKSPLSQ
SLLSSSHGLLMMLRDRDSRRSFTNPQDWTLPSDYITQRNLDQALNEGKARGQALLSHLPHIVPFRRRVQLFREYVARDRL
ALGIGPDSVPRYITVQRSRVLEDGYRQLSAMTPTALKGTIRVKFVNAQGLDEIGIDQDGVFKEFLEETIRQAFNPAFGLF
ATTSDQQLYPSVTSHVHDNHLSLFDFVGRMLGKAMYEGMIEDIPFAHFFLSKVLGRYNYYDELPSLDPELYKNLTFLKNY
DGNVEDLGLTFSVDEDRFGKVETVDLRPGGSAMPVTNENRILYIYLMADYRLNRQLGKQSRAFIQGFTSIINKTWLRFFN
ATELQRLISGDNVALDLEDLKRNCVYHGYSSGHRTIRYLWQVLEEFTPEQQRLFLKFVTSCSKPPILGFSALEPKFSIRF
VESGEEDEGPSGNAIVNILTFGAFGTDTNRLPTASTCFNLLKLPAYKKKSTLREKLLYAITSKAGFELA*PNIMALRDSP
WVIEMESSNVRHVMCLCNVLNLQLFK*VAWYCPLNV*IVHFVACACCNHCDTVMHVEVVMYECIFAYHNESYWLDRSSSW
EEHLLIRFAIIFL                                                                   
>Apar_comp21004_c0_seq1_fr6                                                     
QVVQKRALGFFGARARIGRV*KSSDIHA*ARAHTHTRNTHIHTCS*GAMYATCMNQQHTLTAQGKL*ASQTGEICPTKQG
SLVGFCGLRLKRDRIFLLTPISSLYKQGMTCEVNSAV*LSLESVQPPI*LYKTYVSRLSVWRQQETAKQTMEQDSAPPTP
GPNGYNSPASESLLQNDMRDRIKKYFYQITRGCGDPGCRSQYCASNVAFQVKNSGASAALAVELARSGEGLLCTARIELA
QLSEMVAQAQRSGDYSSLTLVVSLIFASPASLCRSFLAKTILPEDTSGITVDAEEARQALDLLTEVCSREPAVQASLHEA
LTKYLSQIQGMSTQMMQQAVDADPSVLNQFAVILELRLLIDPEYHDSILSGLALRISTLPDEGKSRLARFWSRIGPEGLH
NLVGVMQQFVTMRLLHRQVSEEGYVPNKDQHVISAVKCLQILYEANEYTGHAVIPAKEFYNDAVNEHIDLRTDFPMWTTG
NGFSFCQYPFILDPATKSEVLKVENIVKMRHEMQDAFFRAIFAGPQDPYLMLRIRREHLIRDALFQLSSKQKVDVKKQLR
VQFIGEEGVDEGGVQKEFFQLVVREIFDPKYGMFHYDNEARLFWINPDSGHLGTEGEFELIGQILGLAIYNSVILDVHFP
MVVYRKLMDRPVDLTDLKESHPSLGRGLQQLLEFQGDVEEVYQRTFQIEVDSFGVKTKVDLKPNGAMIPLTNANRHEYVQ
LYVDWVLNKSVEEQFRAFKRGFDNVASSNALKLFRPEEVELLVCGSPDLDFRALQQSTVYDGGYTKDTPVIQYFWSVVHD
FTEDQKKKLLFFATGSDRVPIGGLAKLNFIIAKNGPDSDRLPTAHTCFNVLLLCEYSSLEKLRERLITAIQNAEGFGMI*
SPIHRNRHANWRSAAGCEHCCRCLACQ*CLLVANLMKSNQTLCFTIDVLMYGTEFERTHKLPQ*D*ILCFVCKERLTHAR
SCSMFVSTTTSHTHTH                                                                
>Apar_comp21004_c0_seq2_fr6                                                     
NRNKKTDILYVFRLPTAHTCFNVLLLCEYSSLEKLRERLITAIQNAEGFGMI*SPIHRNRHANWRSAAGCEHCCRCLACQ
*CLLVANLMKSNQTLCFTIDVLMYGTEFERTHKLPQ*D*ILCFVCKERLTHARSCSMFVSTTTSHTHTH           
>Apar_comp22958_c1_seq1_fr6                                                     
HPRASPKKIPPPPRRAARPPAAAAASGSSPAAETTSTGGASTSGANADLNSETSSVAGEEPLPEGWEMREDSNGRRYFVD
HNTRTMTWQRPTASTANAIRQTQSQEQRAELQQFSRRHRTSFSGASPSPQRNNLPVPGGAPGGSSPGPSTSSSPLASSPQ
PASAGAPGREEPLPAGWEMRSTPDGRVFYVDHNTRQTTWKDPRVTMRNKEQAQMMQRQGSNPNLGPLPPGWEERRTHDGR
IFYVNHIERTTQWEDPRHQHNYGHNTPAQTYARDYRTKLAYFRSKLRQREGKVDITVGRENVFEDSFREIMKYSPDQLRK
RLWIKFEGEDGLDYGGLAREWFYLLSHSAFSPYYGLFEYSASDIYTLQINPNSAVNPDHLQYFEFIGRVVGMAVFHGKLI
DAFFIRPFYRKILGKPIDFEDMQTVDAEYYRSLKWMKENDITGVLDLTFSVTQDKFGELVELDLIPNGRNIEVTEANKNE
YIKYVTEWRFSRNIEEQMNAFITGFNSIIPQHLIKIFDEKELELLIGGISEIDVKDWKANTEYRNGYYSNHKTVLMFWEV
VENFDNEMRARMLQFVTGTSRVPVNGFRELHGSNGPQKFCIEKVNANDGLCRAHTCFNRLDLPTYPTIELLRERLIFAIE
NTAGFATE*SRTRPVFLRNNRTRPVLPRNSRALCGKDADWVHGQQLCVMGLWWVLNM*GTLICCVHLSSFDGNCRIIGAD
GRCSAN*QHGCVCMLVCTEYQGVYLCVWVGGCEGMVVQCRT*GF*CRCVILFVSFLFVMIYFILYSFYLFIYLF      
>Apar_comp24090_c0_seq2_fr6                                                     
SKNSSQLSVVSLLLKKVEEITCRTFSLDRKRVRIGLVHGLK*LYWHIRA*AKSRLFLLP*K*GELEGLSG*TKAAGWASG
FITVKMSQPRDGSRRISVNVVKGESLSKHLFKSLTQGLCVELTITPSGQKFRTHVVGKTKSPNWSSSYMCAVPPGGQITA
TVYVRNLSSDKVLGQAAIPLNGQLRGETVTVDLQPPPGHAMPPGVHALGKLLLKLVDVDAEATRQSQANGPDRRLSAPVT
GQQNPSPAANRSQSMSGPSGSAAVPAGPNSLPTTPGLPPGWERRTDGRGRVFYVDHNTRATSWNPPPAVQQQPAAAAPAQ
DQQPRPAAAADEPLPPGWEQRTDHRGRIFYVDHNTRSTTWHRPTTQHLQAVQAWQGRDMSTATQQFQNRSLFGSAPSPAP
QRASISAPVASAPPAAAPQPNLADPSQRPLPPGWEMRIAGNGQPYFVDHNNRRTQWLDPRSEGAQLPLPRGWAQGVTPEG
RVYFIDHNTRRTTFEDPRLNPAYQAHVAATIPKYQREFKSKMVFLRQSTPVNAGECKLFVTRDNIFQDSYEQIMTCQPHD
LKKRLMITFKDEEGLDYGGVAKEWFFLLSNEMLNPNYCLFEYSNQSHTTMQINPNSGINPEHLTYFRFVGRVVAMAIFHG



RFIDVGFTMPFYKMMLGRTLTLEDMESVDPEHYSSLKWLLDNSINDLMLDTTFSVDYKVFGEVRSHELKPGGKDIDVTDD
NKREYVDLVTQWRFSRGIEDQWAAFMKGFSEIIPMGLLTPFDEKELEVLVCGVAEVDIKDWEENTIYRNYTPTSKQVRWL
WQCIAAWDNEKRVRFLQFVTGTCRVPMGGFRELQGNNGPQLFCVEKLGTEEWLPRSHTCFNRLDLPPYKSYEQLVAKLNL
AIEETAGFGQE*ARMTVQAPHVYECTAPIIRSN*NFNG*GKGLDEGCIWAAGLLQTHQLC*CTVDAGCGLAVTVHGIRW*
GLRDVVIVDYY**RHVQVIDFLV*RH**L*RQWAMDDMSFVLCTRKMWPPRCV*TL*WGREVNGMCMWPWE*MHAVCLVS
MCL*YVLLCVCVSLIRYIIVSFIWSI*LTSKSHCNAVNIMIYAYA*SVWFMTSTCCPPRPFPSTMYS*            
>Contig4799_Corallo_2_fr1                                                       
VDDKKPQLTKCRTVKIKGTIQCTVVRRRRWVRDRRKITTMSTPAAVDTNGSCPRTADGKERARKLVQLYFVMLTAGCGTQ
DCGGLSCVSNIGSEQEVPTNEAAAKALELWLQYNEKALCKGLQKQWEQWVEKTAEIIPETIEGQINYACTNRSNLVNMFT
PTASSSHAMETDSKRTTKRKASLPLDHIREIYSRWLESEDESAIKDCLFTAMEKLTDGIDRIDDTAENFNATEWLTFLNV
ICLNPEIMDIGYQPTVMLQTMRSLQQLSADNRVHLIIMWSHMDYDGLFHLRSIFQQCITLRLLMTDEPLVPNDDESIILA
TQCLKMVYDANEIGEKTIIPYRYFYNEALTENLDIKLDHSRWKELTKGFSFCNNYQFILEPQVKSEILKLENQLQMRHEM
QQAYFRAIFAQPMNPFLSIRIRREYLIRDALFQLQNKEPSQLRKQLRVEFSGEDGVDDGGLRKEFFQLITREIFSEDYGM
FTYDKVHHHYWINPNSIDASAEFELVGKILGLAIYNSIILDVRFPTVIYKKLLGKDGVFADLALSHPDVYQGLSKLLEMP
PDDIEDVGLTFSVDEEHFGTVRQIELKPGGGDIAVTGGNVKDYVHRYANHILNGSIAENFNAFKTGFEEVATVQSEKELT
GSSSNLAKSQIALYLFRAEELELLIKGSDVLDFEALKKVTIYDGGLTAEHPLAKNFWAAVDEMTDEERKDLLRFTTGTDR
CPIGGLGRMQFIVAKNGADSDRLPTAHTCFNVLLLPNYETKEKLQERLLKAIKNSEGFGLC*RKPI*NSRDAALSTVT*L
LESFICLHGMCASLSSPIY**SHVPLNI*HRFSKSLASSWAP*SSASTMGSFSAFSSHGLASSGLPIFR*HLPIITWFFL
*NPGSSFSASTKCCRASSQVLSGMVPKMAAAIRRSYHATSDTPTHHIPSR*RLVGSCGFSSQALSKCSRIFIMFPIFSLV
AKKSPRALRVMAYHLWTAKSLSWSMASASVARF*ASRINASFCFLSVAASPSLYAHRA*RHLMAAEPGASAS*SARSLAS
ASMSLRSNS*SARAITLCRSGALHWTTTKGENV*YATKAATPPDAAANMEDLMPLLLILPYDLAVLNGRDTATLTAPGRT
ERTASPRCKPRIMVGLL*VTTKN*PLTEWTK                                                 
>Contig5631_Corallo_2_fr1                                                       
NSTAH*V*QYLGRNEFTSL*NVRRRSTGYVEAESELK*RGNMVSFWPFGKDHKGGQGQSSINTAPEHPETHIAEKDPTES
AELEQPQRKFFKDESGIRQQCVNPPGSKEGPSQQVELTESKSVEIAIEKTEEAMTLANGISGDNGAALKFNGSIVNSAVS
HRTSSSIMEDLSPIATEEQGLYVCGRADSGQLGLGGIDDIAVKKPRMIESFSAKSVSAASLGSHHTALIGQDGVIYVCGS
NDHGQLGHKKPRRTHLERLDALETQTFVQVACGQAHTLALASNGAVYSWGDNSQGQLGHGRVEERVERPRRIKGFGPGQS
ETAVVAIAVSLTSSYALSRDGKLFCWGDNGNGQLGLSNWVSDGYPAMVRLLEHCPIVKIAAGGYHFVALSALGVLYGFGC
NEFGQLGTGSTKHTERPHVIRSLLHAEVREIACGKHHTVALTRSGSIFTFGAGSSGQLGHGDRKHQSNPRQVIDLMGTEV
VQIHAGEAHTLAVTKSGKILAFGANGNGQLGLSDAGAPDMITLPQAVAPSLGKWSEDGKCLIGSRVFAGGNHSVFAVTSL
DGKEVEEQARKEQVASQLWDQRIWTAGSIPVTLSADEARMMAKVYEQATFDDEEQHRHARVLMDTVKSKDMQTLFSSAAC
INGSFIRRPPGDPLDRLFVDTESAALLFNAIWKYGDELLRLSIGNGVCKAIGELARIKINFVEQLTVLFICLECPVFMEP
VHHSSAIKYLCGIQMALQGTPKEQFRRFLAELPDASFHRAITVMHNAIEYYLEKHKDMQGIVSAVTFLDTLWNVNRELRG
QNHRAIESDYAHTVSSADRATHIVTRLPHQTFYNAAVCKLNLSEDFMRWVDPQTKSSFSYCSHPYLFDPATKVGLLHYHA
ALVMQQKVMTSMLGTQGLPGQQNPFLVFTVRRDHLLQDTLAQINTSKDFKKPLRVQFIGEDAVDEGGVRKEFFMLVVRDL
TSPDYGMFTVLEDSQYIWFSPQSWEDPMMYRVVGVICGLAIYNFTIIDLKFPIVLYKRLLGQEITLDDFAIMMPVVAKNL
QYLEDYDEDDFEDVFQLTFSVSYEIVGELKNFDLIENGSKVPVTKNNRHEYISLYIRHFVQDRCKDAFQNFMEGFLFVCG
GPVLEMFNAEELMTLVIGGQIYDFKALERNTRYANGYDVNHPTIRMFWTVFNELSMEMKKKFLVFCTGNDRVPVRGFESL
QFVIQRSGTDGNRLPVAHTCFNILDLPEYRDMDTLRRKLLLAIENYHGFGLV*TIKE*RK*VQ                 
>Contig518_Corallo_2_fr2                                                        
LLRRR*IRTKISTWIELHSN*RTIITEHPSGPASILRK*KQGH*T**VFSTVDIDQHQETREVVEKSKNLHEQIRMSDAG
SVASGGYDEQHEERHPAEQHPAERGESAGDNNVLEEQMGPTRPTASSLRNSRVLSTSEQYDLHFTLVGCKDLAKKDLFGL
SDPYCRLWVNKADQLKMSTVKKKTLTPKYNESFVFRVNPASTTIHVHVYDKNRLTRDDFLGAVEVQLKNFPVEGNESWGP
ATNRVICMNLKAKIGKPQRVQGTIEFKLWYLGRTQATIDPLAKNLNNMQVSEAGSLTSLNGPQARPNKSRNATVAQVAAA
AGGTERLRDQLLDEPVVPNGAAGTSNGNVMPTQSSDGEDELPEGWDQRCDQNYRIYYVHHASRTVTFERPTVENADRLIQ
SLEAQRRQQLYRNSILTRNHEAAGGAAAGALEGEELPTPDMGVPTTGEDSANEAGRQLDPSSSSAQAVKALPSIKDNIVP
GLADKRKGADLSGNTPSVAHANGHHALTPTASSGRPRSASGGKKSKKDDAKYQALPAGWEVRCMPDGRVFFVDHNTKTTT
WTDPRLHQDKKGQAHGGGATGTRSSHTKQLGPLEPGWEERRMPDGRIFFVDHNTRTTQWEDPRLHRNRQGTQAVAYSRNY
KQKLAYFRSKLRQQEGKMEIIINRSNLFEDSFRAVMNNNPTDLKKRLWIIFEGEEALDYGGVAREWFFDLSHEMFNPYYG
LFEYSAADTYTLQLNPNSGVNPEHLEYFKFIGRVTGMAVFHGKLIDAYFVPSFYKMMLGKEPTLEDMETVDMEFYNSMKW
VLSNDIEDVLDLTFSMDQNIYGELVEVDLKPDGRNIVVTDENKFDYVRLVTDWRLKRGIQEQMSAFMEGFNEFIPQNLIQ
LFDSKELELLLGGITEIDVKDWQHNTEYRSGYNPKEEVIVWLWKFISEMDNEMKARTLQFVTGTSRVPMNGFKELHGSDG
PRRFCVEKWGRPDNLPRAHTCFNRLDLPPYENEKQLRQKLLIAIENTRGFGQE*PQPHTEPEKHKISIILYF*PL*LLLL
HLPCIH*MISLSNHEGVLVVRHQPLCVGLANDAFQFHEIMRAVEHHTQGLGTRLDHVQQFSVELWILR*RVEDQMFDALN
AVPLEEVKAFAHQHVPFLALVERRARPTHIRSVRVLRELAEDHLGPLAPILYLEKFKVGAGKDHDAIELILADLWPDMLC
KVGQAGIRDVSNATRRETEERLRH*SQQSRDSNLGSGCAKNDLT*PVGAMTLEQSSGLRVVVAAENNCLAVVLHEAVNIP
TTQAAKVCVLMAVFQVQIGVGQEVIQMINILHQNRVKAVHNTNLNTTKKIVVTRRTRAGLASVAILDILVLSDNSSHAQR
RCKNDVGMVELCVATQTFPENGNTHGKIIINVAMKDLLKILRLDRKVAHLFLVGEFLVETLPAPDLSLDLFHSLAHGIIS
RSCVVVLITLKRK*CGCTDFASGM*LCEHAYVFICNVSHG*NDQDLGTGKSLVGVSGVIDSRARCVFSCICLGL*LRVVL
QYAIAATNDMVQCMARQHRSGSCSWHARFDPSLQDILVRAHSSRKVSDPIAGLWCFGPLLLSSQGCTS*VPESLFDRAVS
VHFMYGTRLIVIGLLQYIVRLRDPCDQRRSTVGKGFLLKTISGGVLQDLAIVCHHLGLVANRRLYFVFNILRVRVDVHCI
RRGL*CLFVLTVVIVIVFLYWRSFVEIVLTFFNVMILISIFLLKVSAPGVFGDIFAIRTTIHFFVVFTFLLCLNQRCLPL



*AQRFDQISVCILVLILFVLSK*FLILLVDSFCLQCRPIRFLEVTLGQLYPATLCNGIFDVTLTFRGGVLQGTIFC*TFF
VFPRKRSSTFPFVAHLGRLPLIAIKTGPNYPRPT*DTA*SECRHCWFSSSTLFAKYTA                      
>Contig572_Corallo_2_fr2                                                        
GGGGGGGPPPPPPPPAGDGPRLPSTARRNAQTYDDQGPLPPGWELRTDSRGRPYYVDHNSRTTTWVRPTTESLARQSAWQ
SQQNYESNHLQERLNERYRLQSNAGAGDTAGAGASADASSSMPDPSNMAQLAAAANPSDDGNGPLPPGWEKRMNSEGRPY
FVNHNSKTTQWADPRKEGIVNTVAHLPLPPGWEQRVTPQGRLYFVDHNKRATTFEDPRIKYYENVPQYQRNFRLKLASFR
QFLQKPLGECKLIVDRENLFETSFQQIMNRNPVDLRRRLMIKFTGEDGLDYGGVAREWFFLLSNEILNPMYALFEYASQD
NYTLQINPASAINPDYPEYYRFVGRVVAMAVQHDKYIDKGFTLPFYKKMLGLKCTLKDLESVDPVMYNSLKYILDNDLTD
ADLGITFTADYEVLGERKTADLIENGADVEVTEENKQDYVDRMVSWRFSRGVEKQTDAFLYGFHEVVPLHLLSLFDEKEM
ELLICGLTEIDIDDWEAHTQYRAPLHAGSKEVKWFWKAVRSFDNERRARLLQFATGTSRIPIGGFAELQGSNGRQMFTIE
RDGKSDYLPRAHTCFNRLDLPPYKSYEQLREKLVLAMDETSGFGTE*PPCFHHHHHHHTQHTCFNRL             
>Contig888_Corallo_2_fr2                                                        
KHFGFQIRQRQNRQICCHCYED*QHKKRSEYRKSG*TKMR*DMCLTLVMHFSRSL*FSHHFN*RTKMFSFEGQHKSRRNI
SLRGAAKEEDRKALLARAREERQKRQADRRKTDAATRIQSAFRCHSALVQARNVIRTEYDSDRELQTLPLDLQEKILLQL
RRLNFFYSPRRVPGDKQRLAKAVAFLASPVANGSDSSVAQAWVDKEWQEGIGSGVNHNLRQIICNAFELLPHDGSGDLLT
MMDTLLRVDQWQKSVQGTEFLHLLFTRDLMKPKRDRHSIFYGTIADLLRKDRQDSPLSKEQSTIVLELIHIPLRLVNGKE
GADSQILGGFMSELLTSTLFADSLASIGGIGLTSADLVAIERVESVTNLQKSNDFNDVTAMYLLGNLIDLSKGKLAEMAG
SEWLITHLQYLHWLLQYLPDICIYGTDQLYSERESSSLNTGTDPNRRLDYDSDEDDTDDPTVEVTGSGKRKRLSPEEVIQ
RQLRGTVQSTVQFTRLQKACSQIHSRGLLTEIIAYLHSNTASEGNRMKGILQEVCLLFAKLLQPSRAKSSMKQMEMLHVI
GYDPWFLHAIWQTYRAQFVALASLNYDTGDLATIKAAASVLCLGLNYYQRSLDDAEFREILESTNATVQALKGSAELGQN
GQKKSVQLLLSEQGLCDLIPILRNVVVQLYTAPQFAELELSHPKDINQLLISLHNRESRLRALPDGIFQSQNIIVPYERI
TMADFDDDYAEDAMDVSTHGAPADHLGTDLRAKHLVLLKELPFVVPFHHRVAILKRLIEEDKGLADPQRLLNELRVVGLR
MVVRRTNIYEDAFKALSKPDTDIKQRIQVTMVNEQGLEEAGLDGGGLFKEFLTEMLKEAFDPKRGLFVTTPNQELYPNPY
FMDMVRENPLGQYRFLGRMLGKAIHEQILVELPLAPFFVSRMLGKFNFVNDLPSLDPEFYKNLMALKNYPGNVEEDFGLN
FTITDNHQGRAVEHELIRNGRNVAVTNENRIEYIHCVAMYRLNKQIAPQANAFMKGMMDVIHPNWIRMFNERELRTVISG
ADKAIDVDDLVAHTNYSGAYSPQHRVIHWFWEYVRSLNEEDKGKLLRFVTSCSRPPLLGFRELYPAFCVHSGGEQDRLPS
ASTCMNLLKLPVYKSRDILFERMTYALNANAGFELS*L*FTVATIPPTHALRNKK*DVYTT*HPYKTKQLNTN*RFGFRF
SCGAIRLWCDFLLDRTPLV*NRVKISHLFE*GRTLNNYKLNLTVGTNDTEF*CSRSPHIKPFGNLQRLPNPCCCVF*ITE
QLTAADCRCWSFP*SDVTHLELELLDLLPREVRATEVAVGSRLQVDRALQAKFPHNGTGAEIKVVLNDLQQLGIGLLASA
VGVNVDRQRLGHTNGVGELNKATASQTGSDQRLGDPASSVSSGTIDLGPVLTGEGTTTVGTPATVGVDNNLAASNTGITL
GTTNDKTARGVEMENSLLGQELSRDDRLDNLLHEVRSDLLVGDIVGVLGGNNNGVHVQGDHGTVVVAVLDSDLGLGVGTS
PSQGTVAATSGQLQVEGVGQVEGHGHEFRGFVSGIAEHDTLVTGTGVKLITVNVHAGSDFRGLLLNGHKDVACLEVETLR
GIVIANVLNSGTDDALVVQVGIGGDLTQNHNHTGLGGGLTGDLRLGVGSEAGVENGIGHLVTNLVGVTLTDRLGSEKELF
SGHVKRFERENKVSCYKVGICHKNKCKLQGSENPMSMLQLIPVHAF*                                 
>Contig2638_Corallo_2_fr2                                                       
PILPDASGLSPMEIACYGHQWHMVKELCQMLIDEERKCPETTERKVIVFDNMIQSSMFRKVALQTTEERNVDDAMLRLLI
SHAPHFETSDLQKAILSQRRVCIQHIAARLWLKNEDINRKLASHTVMSVFCAQRRRPDSSSPSDWDKSPLAKLSMVRSLA
DAENVSPVHAMLQRAVTIIDACRKDEHSYQRLIDVDCNFSKLPALKITGLFGSERWVTDLNIFLRCAELSKQAEDDPIQN
CKSCIDTVQQTAAEIQTLVGQVTEHIEKDMQHDLRRTPKDRKEEDMVKDLLFGLQGLHLSVQQMQSSMGVSNRHLREAEE
KFEKLRREVESLMESMVQDFKNLDLRTEGKDCYTKKLIRNFELHVQTLTGDSADVFTKHLLLTLAQHSLDARDAEEMKRH
LNRMLHVPPEFWEMITLTTKYESQAYLFLKSMVQRIDQRQKSLQRMQKKAKTSKEDIHDRRNHSEAALRRLQKQMVHNRK
VNKGAIKEAAEWSPLSTYYIVRAMRQWHTDDFDDAVVPIKDASAWWHSHLSLDILLSELHLPAMALSDYEEIDVTGNLEG
KDSESGLAVYRHASGRECILQFQHIEDTESRRRIETELAILTSLHRRAHRKGKPSDALHKAFNGIMPLLGFFPASPYSWC
LEFPIYRAGTLHDYLNKLQEGQKTGMNDVQVMSVRNILRQVLDAIQYLHENGIVHGFIDAKNIQMQQTQPPQVVMANFGA
GSIGSFRGNPYPEQTARAPERIGHDNHKLLNDISSATDMFDFGLLALRAICGMTQDLYVIPETQEVHYEAVVKAATDTSE
LRPWQAFFGALLQDLLQYQPDHRISASLALRHIFFAYDNNLLFQLDSVRMNSRESKLVEIGRALKVRIRRNRYESNNYIR
IDTDILLQSVTQQIGGLVKSKAGRCLSVKYKKQLGIDQGGLTRDLFSRVFTECHKRHAMPLDKIKEVYEKSQKRLSIGSL
GQRTSVQAPADEVFDATDPTLLGIASMETWSRSTGRVRVRGKNRQQPLRDQESIVLFELGDGGKLLPIPKSLLTIPLDEA
LSYYQCIGRCLALVILERVCIPNIFPSSLWKYLMTGSVEAYSFVDLADFCPATARGSLSLIADLSSMRKSADAYLDFEGL
IPASVEEYEELALSVPKILPQADTPVDSTNMHEFVSRKIQFILARERLYALDAMASAFREWIEAQSSFPDLLLSLSSLHA
AELQELCCGVAKVTPKECLKAITHKGGGIHLPEGEQQIRLFEQVVHEWGENKEELLNGFIQFATGMWTLPSAGHAFKITV
YHKTSMSNNSLPEAHTCGTSVELPYYPDYETMEAKMRMAIEETAGRFDIY**T**IIEHHN*LL*YIEVNEEQFKSKCTQ
TCSHVKLSNRVIRTEPSREADSKPRALVL*SRQVIASEWPPRICTALRSTTE*MGMYPVGLAASRYLPKESIAQHPVTGT
CSSDENQGVTVKPAPSATSAPA*MRSQRWYWPLTLTVWIERSSNEKWTVTMLSRPMFQPISSCRFTTSKMRSMQSAVATA
RSLPLWLNCRA*TAAPPLEFVDDLLPVLIPLPDSPYARVPSDFMLRIFQSCSSHRSSPLLEVRCPRLKLRRELVAAVTNM
EPDEMLLPALPGVAMLCTYGNFEDVLNSKVRLLRLTS*TSILQRLPLTRSTFSAEPTRSAARTGHS*PRRDKRVALLLIR
SADATTLLVEEDDVSEVGVSATFASCSTAYDGSLFGRQTLTVPLRSLLTTTLPALPLLQKIGAPPPACPR*HRLLTTINA
ESSSSADTPILLCLPPDPLPVAVQFVTLPEVAHWYIEEESVCGTCELSIGRDTDRGGGKSSIPSLTMRVTTAPRSGCNIG
DCCTPLRGTPPAVNVASPGKFSRMSATSSMGLPEGFFISALRSSAPEVLKRCPVSGVAIPPGKSRLILRLC*CFGKSRFG
DLFGGSPRSPGDEGVWSRRSSFIALFSASRGLTGPRS*DLGCPLVCCLGGLS*GSRLLIS*PPDMFIIISDSSATFCRLT
PYSPGRWAALAISDAMFSIPWTKEK*LAAMFAAPALLGLWLMGPSRLGLSRWARLTSGLVPFGSFSPLELLRGVFGAEDE
S*SGDISDVPNLVSLFSCPSS*VSSDSANCCCCCKRFENTLPSNKRTKPGTGISASAASMKFSKDAAKLSCQSALKNV*N



AGWRSGSFKKGRANQSLQSGFLTSSELNVLKTPCTLSMRPCLMH*TSNNLISPSCRYLAAVCRRRSNRKNSRRSSWRHMC
FRPSTSPVSV*LSKSSANF*ARSSPSTVFSRPRISLSNALKAPVMLRKAKYSRTASSAALITLSLIASCPPIPLANDLLP
KSPDAAPFSDPRSRPAWKMVFTDELRSVDIVSYPVIFFIPGIPRANGARGDRPFILEVIKQT*VRLLVSYV*VILDNQAT
IN                                                                              
>Contig3221_Corallo_2_fr2                                                       
DDDDDDDDDDDSDLDVDEEVPPDEDRRNSANASEVVDFKLDDVNANQATSASSVSAKTPSKSSTGKAEPSASRQTPSSSA
APGPSSGSSPAEGASSSSKPRLKLMYNGEALDPKTPVFNIMSTENVQTQLRTRQRYTYMPSIAFLRGGQVYTLKYALIRS
SDVEAEEEKKQKEPRQGMDAMDDSSAGPAGGKGLTSLEPFDAIYKHIASSPYNTVAVDEIPEEVKHALQTMLILHAVNNN
MGVLFEDVDMPVTPPFNNAEFHNIRLSATFDRMLQDPLTICGNNIPAWAKMLVKDAQFLFPFEIRELYFVSTALGIARAL
TRLMARIRDDVLEDQDAVRLGRISRAKARVHRDHILQMCQKLMAKLGTSRSLIEVEYYGEVGTGLGPTLEFYTLASREFH
RSSLRLWREPETVQLMSESTGSEEEYVSTTTGLFPRPLHPTQTSAEEKERVLGWFRTLGVLMAKALLDTRVLDIRFSTVF
YKWLMGQDHELSLHDVREVEPAIGHTLIQLDAVHRARMDLLNAGYAPHAPEVQQASTVNGSTVEDYGLTFVLPGYPDYEL
CEGGKDRDVTVENLSEYIEAVVDHTIHSGVREQMTTFRDAFAKVIPLESLSGFGTHEMDRLFCGEMDKPWTAKELYAHSK
IDHGYTVDSNAVRNLFNVLEDYNETQRRLFLQFVSGTPRLPVGGWAALKPNLTIVKRSVEGNKSPDEYLPSVMTCVNYLK
LPDYSSKEILADRLRLAINEGGKTFHLS*NSTEVGQALELENTNTDIERYIRSTHIRSTHFECSTNTVHRRRTLLP    
>Contig4534_Corallo_2_fr2                                                       
VKILSEVYARYNRDHSAVDLNSVQEYAQLARYLLGLVKDTEGHHVHARNAVIALASDVISNIHIWRDWIQSIEFREKELL
KLLEPIVAMGFTEETILNALREADFDTEKATNLLLDRREQTGEENEQDGDGAAQGPEDDAAEEGNAEDSNHGDANDEAMA
ESGEDIDTVQRKDSSTVGVDKNARDAAVALLKVVVQLAEGEDWHLLHSIRASTASQREQGEIGRHISVLYHTIWHSKQAF
VREGETAPKEHYSKFQELLDGEVFGPLEARMIAKAYDAPVSFAHDILAHMDDTEKSDFEPLCKMAPTALAKLQNALNASI
SSPAQDAGAINSYLTAGNAVMFGVVSARVKMEAGLTAQMREVKLMYARNIVDMMLNRCCSKEVTLQVGLSLRWMLDDADT
RPLLQDNVEIMECILAMAIDSYLTPARRVLMSVLRLLPIEQDFVLTEILFTWNPSRSSKNMAEAMNLFYNVMRMYPEETM
TQLKEHFEVLHFEKAKSYYGAELKLKDLEIYQNRVVNGLASETGRHLVRMMTDAFARLRAGTPVSGCDKELRWQYVSLVE
LFALLYHNSPAVTLASHELDFNFGNPITSTTPGRATPGKMKKTRPSDLHSTAFFMYDCGKSRYTLEDALVASAGLYILTK
SVEMSVGNAAGKCIESLSEVLLWLCGPNAPRGQRESSTHLLLRQFEPNKIHKVHSKHARMMLRKRFLPAVLRILRSLNKR
TYMGHRTIKMLAAFVTNGSRYLFDKEDTQNFTEMNVWEHESALYDSEMEDDESANEFGIIESDDDMMEEIHENDGIDDEM
DDEDEDEEEEDDDVEDEEVDSDDFGSGSVEFEVVDNGDGGGVLQPIPVDDSGDRDEASASEYDEDYVDSDAEGGEDWEED
QHIIEGADAYMSHLLPEGMEIVDDGEDDGGAPESSSDDDDDIYNDTGVGEAGAGNFGLRGANVNVPGDRGLGVWYTGDVV
DDMSSDENDLQMYLDNRMPMNRRMMNFVTGAQVINRQCYWDREVIHSWYNPLYVENTNAWTVFLYSSFDDRAPLTCCITP
KTFQTMESDMRLRRYASTIIDMQFLEWHVSSRGEEQLQGELLSLMERHFQESDCAVRPNENQQLLPLDKVVVSRDLLSKS
MVLSIPELLRPLQQLVMSDLRWPWRWTAGVDLNQATILEVKLFIYSNEEVIKSMVSRQKEDAKQESEPKQLDDGTAQTSK
ADGGGENGGMDVEEGAGQSVEAQGAPQEELPNTSGTTLAASSMEISEPGARADAADTGSQPSVAAAEANEEPEDEDNAAD
GEDGEVGEQTTDMEEEIPEGLDPEFLAALPEDLRGEVIANHRRMNEATRESHASNVPPEVLAAMPPDIQYEILHGRVPLS
LDDANIQVNGEGEYDEASEEDEDELEERRAFGRGATAPRRRKKPPKPIRWEKDRLLTNQEIWNVFRVLLESQDDVDPHIG
LVLAMSRNKESCEFVIFMLITCLAGSLNAMTSGPRPKESQRVIFDYGGVVYIAFLLKQLALHRRTHFAYFNKSSIPSDDP
VLDEICKLGGDFAKTVKDLQSGSVTPFDILLRLVAVDKWPYFEVQIRIMRLLLVISRAACSAEAKEKAEKAKAEKDAERA
QKDKEKAKEKQEGKDNEDKGDSMETADVTGTQGTSASKDKEDNEALAEAEAVKNMVVMPTLSAKTLQDIVPVLLRMPLDL
SASRVVVELAKGRGNRDPILKLVNNDLSSSRDQLMKWFNSHASNGDVNPFDTDLLKEIQNAQQCLVQCMIVNVMLKDTYF
VQSYHSDEKHAFEIKNYASLANDFNLVSLWEAIAGWVEKWEAVSDAAQHPTLLKIATKGMLLSFATLPPQEELRHVMEND
VNLEKSQNNMASRIGTMDLSASDQLENLMQSGVVTGMTKPVQTVLNDWTVFIRIMEKMRSYLNEIIGEMNAAEIKEQLQH
GILNVVLKSPRIIEFDNKRKIFRILVKKISNRKKAMRLHVRRAHLFQDSFRQVMAQTTQSLRGRLNVTFAEEGGIDAGGL
TREWFQKVSEEMLNPQYALFTRTALSAVYQPDKRSWVNPTHLDYFRFIGRAVGKALFDNNLLDVHFARSFYKHMLGRRVT
YHDMEALDPEFHRSLVWILENDITDVMELTFTTEVEEFGETKVIELKPNGGDIAVTEENKREYVQLVCQMKMTTAIQPQI
DAFNAGFHDVLPSHVVNIFDDQELELMISGTPEIDIDDMQVNSVYSGGYSARSPQVEWFWRALRSYDNEMRAKLLQFVTG
TSKVPLGGFAALYGFDGPAKFNITRRPGESTKLPTAHTCFNQLDLPEYESYEKLLSMLTKAVSEGHEGFGFA*YKSQINT
VHFKIAQIEIRENLK*RI*KKKKKK                                                       
>Contig2598_Corallo_2_fr3                                                       
EESMALQRVVVFAS*VR*EVIMT*NRHYNSIQRVRKLGEHDPISSFI**LVSTAETTGMEAAGAITGVGNTQNDRKHAFE
WHTYAKWSYCGVCSKLMWGFHRQGLKCKECGLDVHDHCVRLVPKCLGADVVANMGNLRDRKAAAIQTLRSQEFRDVAVTI
VSAANLAKKQMFHTPDPFAVLDVDGKITETPPCIRTHSPVWNFKQIVAIKEDSTIIIHIYDNKKKINGGKDDGFLGMVAV
PFTAFSQMSLQSGATIAFRLKKRTANDTVTGMVVLKMKYTGTAKKQATGLERIVKSQIITTGRRNRHVSMSGLGDSLSKE
DEDPRTPRDDINVHHLTVVDENVIDEHLEADALDMDDQEYAISLSKLGTSPGARSYINPDFEVRLRDIAAEQDVNLPAGW
KEEVDDTGRTYYANPKNRESSYTVPTTELKTRTYKSHRPEILAQAAKAGEEKLTHEHMPDSALRGQHSRQGSLSSIDARE
LQGPSHLVPMVLPAPEAKTLEGDGIVVRWLHPHFVGEENGKAKDVVTPQMQNLEYTVYVWQENELESDLDIVYKGQDTEH
LIKGLVPERPYQFVVSVKNNYGVSDLSPPCTQVVAPKRKSRKEKEAEKRAAQAEHDNRPHCPFMMAGFCRYGNRCRYSHG
AGLQTEDDVMVALMAASLNEDPNAGYAAAIAASLMDQQKRKAPINAEHMSTFQRHLHKKVSRFRKDLPRKKGEVHITIDR
ENVVESSLKQLTETSTKELRKRLFIHFSNEGGLDYGGLAREWLYLLSQELFTPFYGLFEYSKSDNYTLEINPNSILNKDC
VPYFTFIGWILGICILHGQFIDAAFVKPLYKRMLGKPIELADLQNVDPSFHSSLLWILDNSIEGVLELTFSVDADQFGEV
DTVDLVPNGRSIPVTDQNKAEFVSRVVQWRATRNTEKQFDAMMTGLKRFVPPDSLTSFDEKELEILLCGLRKYDLDDWKK
HTEYKGFEPEDAIVKWLWELLEEFGRDEQGRFLQFVTGTSRVPLEGFQALAGSDDRQKFCIQKLEGATDRLPGSHTCFNR
FDLPEYGSKEELKEKLGKAMDGFEGFVDE*NH*E*SSPVASCTA*VVSV*FLLYL*SACITVELNLVVQILCDQLQMSLV
DWSSTQLTIAIRRWVTPP*WVVQSRDAAWDRSQHRA*PCPVPHYSARW*LTGDSVQPCGCADLPPELSSATACSLGR*WT



LTAAVSRSYQTRRRVGDDIGRGTRAAPARTSAGTSRKSLKMSR*EEDNPTDVGCC*SLVSPVAASRTQSYRIWASWRRH*
GRYSLCQSQYHGASRHCVTGGTGSCRHQLASHWPAIRGKLQLHPSDASRRCLHHPQIQFLLHAGSTWDQKGGAGSAM*TS
QAVVSLQTSA*R*GLA*TPPIPHDAQLQICCSRLHSA*HALVHRPSEWRTMQHKAPYRDGIAATRKMVALGLTSTQKLHG
MDRLARPDDPRTGLGGSRSKRQSPSTQNHVHCGTLRNAVPSLPGRCRRGKRPGPGRGAPMHQ**RSGPDRCQGACHECSA
TRGCSRCRFRFW*SRSQSQSGSRPVVVANNMALRSEHRGSVVEKSPFELVGAAVGVPQVSRSTRHMASP*PRR*PQCAGD
HRQEAEVDSPRSVRNTRVRTGGHRNA*LSSVHCRDRCRT*ADRDHPKGLVERTRPRAADRADRRHRKVLHLCSVQPSYG*
DSAQRGHGKRPADQWPHRRSVSALRPCPSCHRAERAARR*CSRRGAHPQALQIHQRCSETCVRRRPRCTDL*GPWEPYGG
YQFHHVWLEEAVIGLLAGRAAGSRGHESTTAADAS*AMHWHNQLIDC*GASGLPGMCRMVTQSWGLGGSGRYPLEKWDLP
RW**SQRDPMDEGHHQFCAIASAVVEPLVPLLVADQLHWIQ*CHPCDSYHSILDLICAFLASARPVYSTALHLWRTARVC
RSWRCESQLEQAARFQCYGRE*QSTSPIQYCTETSGRLSPCRRHCVPYHHGSCVDGELQGWAVAKL*EEC*LCHQCHRPY
YGYGSFCVANRTFSP*KLRL*NRFLVHLQQTVLRS*CPRI*T*VLLRR*DLYWDPNLECEMFLRRSMTVCKCYLECDRCC
SQLTVRRRHH*LPTCVGRYLVRRLVSNRHCTVVSIHHRNLLYLSHL*YAHCCCHHLAQSHLCASTALKGNHGRT*GQEPA
RCKPGAVVLSP*STRSRLRVVSCLRLALPEKRRIVTDMASEKTDVAPLQRSLSHRFAFE                     
>Contig3222_Corallo_2_fr3                                                       
RVEKIFVSN*ERGDTCLIQKNRSRACSCLYWTP*EGLDNCGKSQTRKGNRNDSRSRVKYFVGNSIHNLKCQDCGRAFKG*
LTVTNTR**MASTPAVSSSGNRARRSGSVRSVLGSMRRLGSRSDSRSSAANNGGSNRTRSSANRSNQRATAPAAPLPPPT
SAAQAIVRPQESVEISTRPIESPELTHSLMLSRSTSSVDNAGAVIFNQQRRPEGAEVPGKVKLRLTIVAAYDLPKRGLFR
KISPSPYVEVQVAGQPNQVFRTKVMQGTCTPKFDQTFNVEVPQGGALLVTVYHTRNHGANASSEQNRRSRTSAPETQQRA
QQYPVDSEVIGRKRISLGHLPVPSNTTQRQIVVCPLNAPEEQTMSEAGPMDVVVPEPRITRSNSNSVNSVNSTSTSGTPG
GTGQGSAEVSRSMPAEGAMHRARGTGGIRRGSSNLSNDGTPPLASQSPNMSNNAPRTSWSDGSSSASGPWRHVSGSHHNA
AQSASSTSAAGTRQNGSSGGSRGTAGSLKIAVSYMPGSPLIVRESRGSRRRHSASASDTQISAQQRGSITGSNSAAERVV
PMPDGQGAFFNPRAAAAQQRHSVEGSLPHSSSHSSSRRQSYRRSAENDELTAETTGERSGEVRYAHPTDGDSTRVDLRQL
NIELPAGWEARVAANGRVYYCNHAARSTQWERPTQPAFHGGTGGAGGRSTTDRSQMAGTAARTTPVGNHTAAMNTISSAT
ARVSLNRGSVGSGADFTDSTRNGRRRASTSSSNARRESIQSQRMNFRSRNMLVDGDLMPADDEPPSAAVSEERLARRETD
SRVGIADRVGRSMTAVARAPAAGGTAPTTAHGGSGSGGTSGGSSGGQSSGTATNSGGLGPLPDDWELMLTPAGQIYFINH
ATRNSTWYDPRITLQRIDGTALSSTVGLPPGWEQRYTAKGRPYFVDHNTRTTQFEDPRVSLSQEDMSLPRYRRDLKRKLS
YLRGLFRPLHGACEIIVTRDTIFEESYAQIMCMKPERAKAKLKISFTQEDALDYGGVAREWFFALSKEMFNPAYGLFIYA
QEGDYLLQINPASDINPDHLSYFQFIGRVIGMAIYHGHYVDAGFIQPIYKKILGKPIVLEDLEAVDPDYYNNLLWILDND
VDEADLGLTFSVDYEVYGDQRHHELKENGTNVAVTNANKQEYVDKIVEWHFLRGIDHQLEAFLNGIYEMVPLQLLRLFDE
QELELVICGLGDIDLDDLRKNTEYKNCSENDMVIKWFWKAVNTYDVERKVRFVQFVTGTSRIPVSGFRDLQGSNGPKKFM
IEKVRTLSPQALPKSHTCFNRIDLPPYQNYQTLLEKVTTAVEETCGFGIE*CTSTRSLT*SSLLLYRRLYARCSLIHVYG
SFVLFR*RPSSSASFQLKTVLTCHTTK                                                     
>Contig4286_Corallo_2_fr3                                                       
NQENKDKVKAESKDDVTKAEDGAEDEAEQQLPQRKTADAEAVGDDDVGESSEDLSVEDDSISVTVSDLSDSEASSVYSDV
KGRGEDDVDLNLDVQDDMGDYAVIDGHIRKKHRKNSCRCGLPYNRNYDGLMLRCSSELCDRLMHACCYNIRSKADRPPGL
LCDRCRKAIGLQLNNKKASSKNNGKGVPAEMVVPIDQSSSEYKLYIMCKDFKEAIDGGSKGAEKKMAELEKKILELLKDA
QFEDNFYVEWSHPDEKGETLLHKIIALRSPSLLEAIMANGAHIEIKDATGLPALFVPCVQGVDDAQILEDLIIKFVYKCI
GTRCPIAKELQEKEKITPADYSDARPMLRDWLSTLYDGDGNTVLHYATRQGSQKCIDVIVARNLGQLKTDIKDQYGNTAL
YTAAAIGSAEFCLLLSRHGGYLLHKEPETKNTVMHAACASGTMATVKVLFDPLKVGTKLLDVKNEEGFTPMATAVQCGHA
HLVKYLLDTHHAQLAPRDVGGATPLHVAAINGESECVKVLLERGHPADATDSAGWPPILYADWTENVDVVAQLIESCPEQ
LKIFSSLLKQSRPDPLLYEKTLSRINSVLESLATVPRYRRQLNTFVRQNPTIIFDPAFSFLGRYSGFLDFDLKVAYLKTQ
LEPSMSLDQALGVVNGSDSSGAPASANEEEATAVLLPGLGLGGPASRTRAAPEVTNRAATKTPSLENFHFAVGRERPFLD
VYEGLDKRARENDQSLEDTCRVPVPAIIQIRITIDGEEQASGPGVLREFFSMVAKDVVNTTRYGLIKSAGTNSRGYMPLS
SREVGRGDFAENLAGDRNRMLMVLGFLMGLSIRCGVVFPVPLARPFAKELLRKSLVLEDWNAVDPHVYKNLSWLHQQIEM
RKKRKKQKLREQRLKERGKFLELEKERQEKDLAEQQHKEAMDAEQVEADEEVPDEEEENIVPIEDLGLTFSYEVRDMDGK
VHVVRLPDTDGEEQEVKASNALEYITQRTQHQLATENEGTLRHVRRGLRCCISPKQHLHIFNGDELSLLIAGADTIDIED
WKKHTIHEGFGRIDRRGMEVVNKRFKLGLAERRAAYFWQLVETLSESERAQLLQFTTGSATVSGEGFKAMAPPFRLVCHR
ALDRESLPTANTCINRFVMPPYDSYQQLEAKVLVAIWHGSQGFSFI*GCFG*LRK*VYRQPH*SFLHLL*GKSDGQW*YI
KHAPMYFMRIHKCPSVDVRSSICECGGWAV*AQHDPLLTAQSRSR*TDPKCSRALPGAVPR*CSAPVVSLQCVDCPHLLR
ALRLQCPLHRRRYRVCVDCRDVVEAVGP*DRGAL*VVYSRRPWHSHRGI*SLQPLKKVPKSDSCMDECTLHG*GGTASAT
MQLSAAPLQRNGHCYAIDGSDHGCGTGCWCH*TTSTLQHAYCDPFHR*TSSSVVPWLHHRDWQIEA*PYLEVCLGALLHR
RECRLRGHSQTHGKPWCAHMAIPDHPQSQAALAQQYPWASYPGCVSDSAELGAPIQVPPGYLPVDLDPP*FRIVQSQYIF
EAIFNRRRQWHTAAKTAYRYLSL*SRGKAVNHAIAPAKVIQSLSARSAPAD                             
>Contig5295_Corallo_2_fr3                                                       
KLEELLKVEAEAEEAYKAMGAVMAKCVVDGLHIETLFAPTLTKFFLSAIQGTEASGSISMHDLKAFDPDLATHLSWLLSN
HVDDLGLTFDDLGGIYHGRDIPEDTLLTEENKGEYISRKLYDVLLKDREHRLESMASGFWTNIQHLVGAEMALLSHAEFR
LLLFGAGSVAAADVIALLCSEGDDHGTAEPSENNAAMERLKNVLEGWSRSNPIKLRHFLEYVTGSPAMPREESDQIFILW
IPANTDDELATQGRPQELSRNPSMSSFGSGVALDEGDVRNNGKVSVPMLPIAHTCTRVLEMAPYSSEREMDEALSKAFEL
GLNAGFHIA*LCTTQPVKIELLQTLHMNLTYMYHD*                                            
>Contig3372_Corallo_2_fr4                                                       
RCSKLLP*HRKQ*Q*HSKLAL*AELFITRLCRTTRMDNSVGEAGLPRLNLHLRSSGGGPSASRHDGIRTPEPRRPSKYGP
TQDLFSERKCAQLGLSPRKGLSHFSNGRTLSASNLAALSATNLSLQAALPKASYLLPDNPNAVAKERYEDLVRSYYNQIT



KGCGKYECRNPMCSSNAQGLKLPADICVILSLQLASMPHGEKYLCREHVGNAPRLPREILEPPLTEEEEEQGVPPRPFLH
VLFTQSPFASLFEGGPENKPSRSPSPSVPSSNRGRSKSHSHGRDRSLSPMHHSGTDPSQGEQRGLSPLPTNHDETVEDND
GEFSLQYLTLDSLKECVQTYKATGDNAFLVNSLRTIFCSSVALNASFPVNGSSRTPSLVPGNTGPSGHQTARDMEPESDI
DTGFRGAHGVNLDHVREAYRIILSLGPHATFQTTMVNSIEILLAQLRHNIILRPADCRQLLILLELPLLDDLSYHEALLG
RLCLIFADNIVGRVKKTVCEWLAQYEEHHFTRLVNLFQKFLTLHVHPHERPDRIVTACLSVLEMLVEVNQIGIRSGREHG
DGARGIATRDIFYNDHLARKLDFKFEYYIWQKILHPEVKSRDIKVENLAKNLATHPMSFFNYPFLFDPAHKTKILHIDAV
VQMAEVFEDAFVNHAWVVHAQKLLEDNAERRSIQGVLRSATCPYLVLEIRRDSIMADTMSQLSKKTKDLKKPLKIKYVNG
GEMGLDMGGLQKEFFQLIVDEIFNSSYGMFTHLDEMRSYWFDPDSLATDDEFELVGNVLGLAVYNGIILDVHFPMPVYRK
LLGEVVGLQDIKDLDPDLHEGLKQLLEFEGDVENIFCRTFRVERRKFDGDMVQIDLVEHGDDVAVTTENREQFVHLYVNY
LLNDSIRRQFHAFYRGFHRICGGDALSLCRPEELELLLCGSPDFDFDALERAATYDDYNESHPVIRWLWQTVRDLTEEEK
KLLLVFVTGSDRIPIKGLGNLQFVIQRNGPDSDRLPTAHTCFSRLLLPEYSSATKLDRLLRTAINNGKGFGLI*RKH*CV
LSIQYAILDSVRVYETFVHILWRKKHVFHTSLIRTLPASERVPGQQSQTHNEQQQQ*IYY*PQHRPSVVE*RELERRCRA
K*PQEDGVDILTSPL*QTHISIPESKGWLLPLVRN*RVVI*CSICRTSTVVQFLLPLSPRCCLRLLSRWCWSKHKTNVQN
ICRQHGQQL*YQTGNNSVEYDNHGPESIDVEVNR*SMSPLVLHGTQNRHLHEEERMITTGHHHQARCMTDHALFQVFWNL
LSPRLVLFVLIQF**PANIGVFLASHSGGQRR**QS*LIGLRYPYPQRLSHAGSSKYKRFQPLNHEHYKHNLPTVPSSHI
PTARDQNYDLGHA*HGPKICFCWLFPTPFLGKF**LIA*STHLE*PIQFFYAWRFVSGHE*AYILWQMVWHEIHGYCQDQ
RHKIIPLKMNRIDCDHLKEL*NNQAHWLK*PPSVRL*LQGINEMAPLEYPNIRISLVHGLFGPSTGANGIQHHVHCLRKI
IHAVNPITS*C*SFIPDDP*RFLTYSGRHPRFWLGILVYFQYN                                     
>Contig4179_Corallo_2_fr4                                                       
HTETLNLDRAQGVDSFLDIALRLSEATWVSPIKVKFANEMGMDYGGISREYFCIMLERLFDPAYGLFIPVRRLGCGEEDM
DMDIPLVPNTARRTIRDIRMFELTGRIFARLIMDGIAMQTGSAFGVRFSWSMLSYMLQIDVTPRFLEIDDPELYEHKFAY
VMDNDVSDLDLTFSEEIWRDNKCCYTVDLKPGGRRIPVTEKTKHEYLDLLLMFRMRTSIKRQLEAFTAGFESVLPRSLWM
DNTIESLDHIFRGEDSVEISHIQRCTLVIGGGTYYERSIEWFWLYLQSLNTTQRRRYLQFVTGSPTMARNNGRTRKPILT
VRPIEVHNRLPTARTCFNTLYMPTYDDYNTLKHYFDLALTEGATGFGIA*TTRSQTPLIDR*MISILPK           
>Contig571_Corallo_2_fr6                                                        
PPPPPPPAGDGPRLPSTARRNAQTYDDQGPLPPGWELRTDSRGRPYYVDHNSRTTTWVRPTTESLARQSAWQSQQNYESN
HLQERLNERYRLQSNAGAGDTAGAGASADASSSMPDPSNMAQLAAAANPSDDGNGPLPPGWEKRMNSEGRPYFVNHNSKT
TQWADPRKEGIVNTVAHLPLPPGWEQRVTPQGRLYFVDHNKRATTFEDPRIKYYENVPQYQRNFRLKLASFRQFLQKPLG
ECKLIVDRENLFETSFQQIMNRNPVDLRRRLMIKFTGEDGLDYGGVAREWFFLLSNEILNPMYALFEYASQDNYTLQINP
ASAINPDYPEYYRFVGRVVAMAVQHDKYIDKGFTLPFYKKMLGLKCTLKDLESVDPVMYNSLKYILDNDLTDADLGITFT
ADYEVLGERKTADLIENGADVEVTEENKQDYVDRMVSWRFSRGVEKQTDAFLYGFHEVVPLHLLSLFDEKEMELLICGLT
EIDIDDWEAHTQYRAPLHAGSKEVKWFWKAVRSFDNERRARLLQFATGTSRIPIGGFAELQGSNGRQMFTIERDGKSDYL
PRAHTCFNRLDLPPYKSYEQLREKLVLAMDETSGFGTE*PPCFHHHHHHHTQHTCFNRL                     
>Contig4747_Corallo_2_fr6                                                       
GP*FGRFVTMDAEVQYRLKAADVGGTLDLSELSLRGIPVELTVRGSGSGSIASRIISFAFNRNYITEIPKEFLEAATQLE
KISVVHNRLERLPKELGFLKNLQILSLSENALKELPDEVCDLTELTVLGLGQNQLTKLPENIGQLVNLRELWLHRNNLTT
LPESMGNLVELRIVWLYDNDLESLPEGLGNLNELQELWLDDNSITTIPAWMSRLTSLQNLWIEGNGASVIESGALNFPSI
SVLGLGRNELGGVIDDSIGSMQTLTVLHLKRNNLTKVPVELGNLENLSMLNLAHNQLQELPDEIGNLRSLVLLAVNHNNL
TDLPYTLARCSKLTTLHLNGNPWSADIAPKVKKGPTTVMKYLAQLLQDATEELLNNLAGGTHHSQSHADRIRRASFRSTE
DGRLVDSSLAADSDPQPDMEMSRQSMPSESEHAEHTQHTESELESAKEEIREQEDHRIMEELRETEDTEHMLMRYSNALV
SDGPTLILKAQINSIRALFSQYRQTMGSLYHITEKVQEEQNVAEQRTHNAFSAVGDLVQRDGLQAGGKLDKVLKERNRAL
KDYTTILEDHLEELSQLMISVREKRGLLSSLYESCHILYGYVNWLSPSNQVKFLGEALDTPVMHYRLREAQDESVVLLRS
VKPVMDNGGMIELIVIGLITLYDLWRMKYRQINGRSELQKTLSTRFKEVQQLGTQIEKERKSITSLEMSFNSLLNRRGWK
QQMHDDLIENDAEASAARQKLVKAKQQLKQVTNQRRCVLTTIITEGGVHYPEKAAQASAMTHGSRGQDPDMVNLINSGAY
LTRNIVDDYEELKQIPNADPRRTIYLMRRKHVSHDEQHLVIIKRLKRDEKKLAQSEILLPRQFSHPHVVGINGFFYDDNY
VYVEMPYCEGGTLREYVERDRDMDSEKVCSIVRCILNGLGYLHARGIFHGKLLLDQVLMDKDGSPRLTNLGKAEDIDPEE
GRQQDIRGAMLILYQLLTKDLYCQAVPKDLNALTDENAKEVLREVCIDNSLSSVSDVLHSAYFSLPREVHVDTQVFVTAL
ETADERIFQARRSLQNLRCKNEELLVELDGEELVPQLLVAFQHVKSVKIPVRITGYRDADGQMGRVLEKFFTQMVDPRYG
LFERKATYYLPAEDNQNLDDFRTIGALLLHAMIYDVCIAAPLAPMIYRYFLGQNPSFEDFSLFDPLSASSISVNRDLLPV
FEMSSMEEGGDSNLRGTASHTRASSAPRRGREGTHNLDRFTKKWLESLYRCRAQQMRALREGFYSEGIFMKLAEEH    
>Contig5982_Corallo_2_fr6                                                       
IARRKPHHLG*LIEEIELRVVSPNILGSRCKNGYEDRRNLSMESNVTGARHLLGRQVETVEV*WAM*PNR*NTMSDAESE
QFSSLHSDPSAAIDRTQHGQSSPNGVRRVSQRCVPSNGSGSPKLEPSPQVLPMETSLQGRDLDTLLTAVRPRAVRPTGYQ
TPAAVNETINVFAMPSFVANVDVSTNSTGKNLMAQLQKLQESEDVPETSKNAGAGTSSVTAATSTPGPHPPPASSWQQRD
SQQQHCPQSDGAKGKEVSTRNVCVEGPRNKAAASSVPVEQEPTAARAGTQRMVSSEPLEPSDQIKGQQKVTAAEHLQSVL
RGETVSLRPTIQEPGQPNPQRPSTSVPNPDPQRQRMQQQQFPSRQEQTQNLKQGNLPDPTTPFKSPVSTSSVSTAEGPSS
RLNNRKRKCGNAQGPPRKHPRIIASRGSMSFMKSMTLHSQMMQAMEQLRQRASGTDKGRPTLSLNGVIYGRPATSDSEVS
STDDEKRVVYHCGNCNQPYSLPKSVGMVEPMGPIICPFCYSPDLSKSLQWAAMTALSQQQRFGSVTGMAMPYWQFGQMAS
MPSLGVVSKAADVQSKSSMLNTESPTCMLMASPQMVCPGAPMTQSYFPMTMQQAVCKPINCPCCGLQLQFPVTMPTYPCN
TCASIVHNPLMLDPTNVIGFKTPQYQHMTVDLIKTLKFCAGRDYSKLLRSIRDTFASTDYLSVSFLKEDVQNVTFVSMCD
SGVSMKDVSEGYRLILDELPEFIGQAMMEAMRENLVNDTRIKDGYQLRRFLVMLECPILDKPKHLITFSHLVGLIANSSH
EIHRTLVSWIKDYDESRSRNCVYRILNLLQNVLFDHMSRQSRPILQQDWRVVSATKVLAIFNAANRMKNYRIIPIEDFYN



EALDHIDMISDYDLWQSGHRGFTFCQHSFTLSMNWKMKIFQVDARRQMERAANDAYMSTIVNGVQMDPYLTLVIRREHLI
EDSLTQIAVRLNDVKKRVHIRFEDEPGIDMGGLTKEWFLLLVREVFNPQYGMFEWDEESGYVWFDQRSTKPPQTYRLLGI
VMGLAIYNSIILDLHFPLACFKKLLDMPVSLYDLKDCKPSLGRGLQQLLDYEGDDLDETFDLNFSVSVKDTDGRVKDVEL
MENGCTTVVTSKNRDDYVRLMVNYHLNEATHRQFGAFYRGFHRVCGGNGLSLFHPQELERLVCGSDELNFEELRSGVDYE
GFHESDPYITGFWDIVLNWDTTMKKKFLLFCTGSDRVPLGGMKEMNFKISNLGTDCERLPISHTCFNQLCIFHYSSKQKL
KDKMEYAIANSEGYFGLR*KSGEANVKRYHHKCV*LKA                                          
>Spom_NP_594633_2                                                               
MSVQAYTNTPNLPNLIHSESITNSPVFIPNLRSKSDNKHRLNTSEELPFTKKRRATKHFLKMEVSAKISEPPSSKSVEFG
RHLNMRHDFSELLEQPLTTSKTRVFKSFNEKLKGKPQLVKSDKGVLPLNKQSDILNSYERVLSNASVDSALDKKAEVDII
PFDKSVMEPKNITFNDKSGLTKFGNSNSYETTYSDSSNYHTSTDSSQYNDQDDHVYDDTNDGTDDDINNNEYKDDESSSG
SESYERDEDVDEEEEEDDDENNDEGDDEDENENDELRSENGSPNPSAAVINEQENMNMSGIEEYDETNLLNELGRIRRGN
QFQSLASSILSSGNLENSDDEDVSLGPQTYRFNSSFHPFRSAFSAPGVQFGRLLEGIKDFSDPTVQMLSLQELSEAFAMS
TEDMLVGLFSTDSYIAAFSEILSGRNYDFGEVSIQLMLSCTTCVSNMMEALPLCMAKIAYSPIVRILCERMFDMQYIDIA
EQALGVLERLSKDFGICILEHRGMLAALQYFDFFYTTVQRTAISLAANCCKFLDESNASAAEEIIPLLSNILQSSDTIVV
SKAYSCLETIIESLKTSPNIIETIISEDLITTIVNALTNSTSQNKSMHLQVQLLHIISSLCQSSSALILPFLNHNLPDVM
YEMLCGIPPSDTSHQADMITMQSLYYCPIELIENLLRAITSLLPKNTSNLSDEFNTKLYRLNSILLTVVMDIYFIVPLHD
IRSLAVTTALKMLCSIRENNLDGLVCSLPLSSFIASILNSRKSDNFLKRDALEMCLFLLEALPNVYSSLFIREGVVQEVG
FLVRSTNADMKKIKLSISFSQNKSAARHEELKNLSTLKSLAKEFLSNYKEENLENSTLVQLKQLSKHLLSETKQDESFSE
LAKIFQEGSNITSHELLHSGLIHNLLLSLKKFGSSSLRTFLLAMNTCDEREVLEFGNGPLVSLIFCLQNLLSTVENFQLS
TLPPDTENAVDHVFSRQFKLRLMALPGSRIRPPFRSLVVSINGLATIRTLDNYLHSRISVRNETGRRFSILREAGSLRES
MSGSSRNSSGDYTDSMSQDAPNHTTEPSERRDSSTSSHFEEHFVFSLMGKKVPRNKTIFRILYEYIQLSDDHTLDDFWKT
PVPIFYGEPDCIHNDMKGELNYENETEGFSINIREILDLLSILYYGIRDVHTLFPDKHFRGNIENILTDFSNWKLSAKLN
RQLEEQQLVVHGCLPSWCISLTSAYPFLVPFETRYLLLQSTAFGLSRSVSFLLSRNPELSKNESSSILQFVSLHRQKIRI
SRKKIFNYALHLLATYAASENILEIEYEDEVGSGLGPTLEFYTSVSKEFTLNSLDIWRNDQPNSKFVYQASGLFPSPIPL
LGSSPENERKISLFFALGQFVARSIYDSRIISIQFNPLFFARNIPLTISSVAKVDKGLANSLRYLEKLIPGKNPTNAETD
IKLEDLHLDFTLPGFPSIELIPDGASTPVTTFNVSDYLNYVIDYTVGKGVQQQLEAFQNGFSSVFPYTSLQVLTEHELVT
LFGTVDEDWSYATLMKSIVADHGYTMESPTIQRLLTLMSQMNFQEQRDFLQFITGSRKLPIGGFAGLNPPLTVVRRLNEP
PYVPDDYLPSVMTCVNYLKLPEYSSSEVLGSRLSKAILEGQGSFHLS                                 
>Spom_NP_594902_1                                                               
MRITKSPPKNQYSQPPPRVAEFIRQAQNEEVTSDLGLVSLCSEFRKNDWPYPRGDLYSWVPVLNRFDAILERIVEHYSLK
DKVQTKPFDSDTLSILLEILSFSAHLLSHCANRSIYNSTVYLEYLLNSSVLEVIDSTLALLLHIVQKATISKRGKQLFSL
SQDRLFRFLMFLPQDAMKTGFSQNYETLLFSNEIPQEWCSLELSYYKSSPSKDFSSASQPNSEGFSILKLPYNKVLGKPI
EELLVKTLHDNQIPEQYSFDLLVSLMLRQNLYDINRRRLMIRIGLLALSNLVYAHSQAVQTRFLIADPEITTHLANLVSP
DVDLPQNFKAVCFECFKAFFFKKSMIPSVLASLNVSVSYGLMMNLVRDFSKNLENPNFYYEREYVDSFYDFLQFMTSSPL
GGNMACSAGLTSLLGYHLSVKTPQATYVVARSIVMLDHLIDGYSMAFPDFSESKGLDMLVDRVQYELEAGLQDIKSGKGN
PEIVLNMDYAISYDRYFLLKNLLKFVLHLIQSGGSVVELRNLIDSSLISSLAFLLEHHEVYGSNLFASTTNIMSTFIHNE
PTCYGIIHEKKLSHAFLDAVNRKILNSSDAITSIPLAFGAICLNSQGFDLFLEKNPIPQLFSIFTSLNHCKSLISSDNAA
ILGTYIDELMRHQPSLKDPIVKMIFKACDQVSALLDNFNPFQYINAKEYPYLLYLETFSSFLENIITNEGHARYLISKGI
VSHVLNLIQHPVLAFGFIDSSAFNSFFVLLHHAVDFDAPEVFRPLLDCIITRCEEGITEFTIVSLKQATISLIKDSNMGH
EDANNFLHFSIVGNLLTIFAELFSSHAALKKAGNLPLVQLFISPSRYAGIFDILCNIKSIATSLDIHICLGVSDDFVLCS
DSLTTIVTDKDEKEKFETKKKELTQDSSFCKFQNIRSNFSQIAYGVSKFFTSLTRALGNTSVQDFNEYKMIHKLGSNIAL
VVDELINLSSKQITSHPQSLSIASLEASLIFVLGASSIIREDDSKVTLVLLISRLLGGCRTMDVLISLNETVSGFFRLSD
RDPLSKSNRVLLALSSTLLNLILVFTSADFMSETSKTLNMALKSEFDMTDFNNSGSKLMHVLHARIFISVLHLWRSADDL
HLPYITRALLTNVLSNCYQFEDGIKNVVDSINNLRTSIANGDIKEPLDVVTDDNTNSNFSLEETNASVTDMPESEKHENG
IFQAYLLKEMPNDIVSQFEMLKSKQIELTVQMASYEGDLNQNLCDFLYTRDDVQMNADVQFSVTSGLIVEIKKLAQSTDC
KAKNQLGPAVGLLSLFISHDFTQNKAKNCVLSELNFFLELLHSLNNGLPSDSHKTSIVCILYLLEVLLADSKKPDEFEFN
SEDCSLKLTDGAITVDLASQKHIMSSVITLLSLNSANLGVVVSAFRVVVLLTSASEMIHTFVKLSGLPSLFKAMRACSGF
CNESLHIPFISILRRLLEFDEVVELMMFDDLVNIFKLQGRARKTELHGFIRANAEMVLRSPECFIKILKDCCVLGHFTPE
SEHYYLELKESLPGVLQNGQTDLDPSKEQMSSVIVSFLLDELMDLTETRQFSDRSPNSEFTPENDSLYMYNVFLLQCLTE
LLSGYNACKRCFLNFQPRRKAPFFNLSRKYNSYLVGFFLEKLLPFGCIRLSENNEVRKAFSVSNWAISILVFLCAYSNEQ
QTQAVDEIRREVLTSVLKFYKSSSSFSENLEAYYCKLLVLAELCYRLCDAQTVSQKAPNHLLRRSQDQNVKTMIDLGYIP
TLTNAISEIDMNYPVSRKVVRHILKPLQLLTKEAIFLSQTNPEALSGAAQDSMGDQSLSSSSEESSDSDREEPPDLYRNS
VLGIFQGDIVNENDENYEDSEDDGVYEEMEFEDDQSGSADSVVSEDDADDVMYSDNDDMNIEFMVDEQDASSQNDDSSFD
EASSHGDVISIDEEDLDNQGEEFEWEDEDNASSGYEDELDYNEDEVGENDSTTFEAMENAFTETSDNDDHLEEADHVSPV
EIDFLENDENSSSEQDDEFQWEWNTETPSGADILSRHGALLRDLFPLPGLSRRVMIINSNDPSRSRPFLNNNASEGLLKH
PLLLRNNLIHTPKATELWENLAEIDNHTASGAAFQRLLYYLALEIPNEDSSVLGWTSLKVSKHTDPLRATSDFIPLFSMQ
RWNSITSMFFAHASGSIALRITGSVLFALVPPALEKYNLENQKKEILENESKEEETRQPEVNIQPEEPINTSDMEGVTTE
ANEIGSYQEPSLINIRGREVDVSSLGIDPTFLLALPEEMREEVVFQHIQERHMESISDSSRRIDPSFLEVLPSDLRDELL
FQEAVQMRLFDHATRNNNSVDHEVEMEEIDQGGTVSEHREKSVKPVKKIPVPNLLDRQGLYSLIRLIFISQHNGKNPYYD
LIVNISENKQHRADIVGLLLYILQEASINDRASEKCYRDLTVKSLNNSQQKEVKKSTGLLESLCKVPVVNGISAPALILQ
QGIDLLSHLATWADHFASFFLSMHDFSGIASKKSAGRKNRESNVYKIAPINVLLGLLAREELFGNTLVMNTFSELLSTLT
KPLLSFYKSEKLQKDSATTGYTNDQDSRGSTVPKQDPGTTASRKDKKILSPPNILDENLRLAASLITTDSCSSRTFQNAL



SVMFHLSSIPKAKILIGKELLRHGQEYGNSITNDLSRLCADVKSGKNESELQVALAPFCPASSNQAKLLRCLKALDYIFE
RRPKGQEQSPGNIIQLLEFYDNLKFSSLWEVLSECLSALRDHTSITHVSTVLLPLIESLMVICRLVFIELPEDVGKHISP
ILERFKTLFISFTEEHRKIINMMVFTTPSLMSGSFSLLVKNPKVLEFENKRNYFNRQLHEEAAKEQYPPLNITVRRDHVF
LDSYRALHFKDADEVKFSKLNIHFRDEEGVDAGGVTREWLQVLARQMFNPDYALFLPVTGDATTFHPNRDSSVNPDHLSF
FKFTGRIIGKALYDGRLLDCHFSRAVYKHMLHRSVSVKDIESLDPDYYKSLVWMLNNDITDIITEEFAVEKDVFGEKTVV
DLIPNGRNIPVTELNKQNYVNRMVDYKLRESVKDQLKSLLDGFSDIIPSHLIQIFNEQELELLISGLPEIDIDDWKNNTE
YHGYNVSSPQVQWFWRAVRSFDEEERAKLLQFATGTSKVPLNGFKELEGMSGFQRFNIHKSYGSLNRLPQSHTCFNQLDL
PEYDTYEQLRSMLLTAINEGSEGFGFA                                                     
>Spom_NP_594396_1                                                               
MSNSAQSRRIRVTIVAADGLYKRDVFRFPDPFAVLTVDGEQTHTTTAIKKTLNPYWNETFEVNVTDNSTIAIQVFDQKKF
KKKGQGFLGVINLRVGDVLDLAIGGDEMLTRDLKKSNENTVVHGKIIINLSTTAQSTLQVPSSAASGARTQRTSITNDPQ
SSQSSSVSRNPASSRAGSPTRDNAPAASPASSEPRTFSSFEDQYGRLPPGWERRTDNLGRTYYVDHNTRSTTWIRPNLSS
VAGAAAAELHSSASSANVTEGVQPSSSNAARRTEASVLTSNATTAGSGELPPGWEQRYTPEGRPYFVDHNTRTTTWVDPR
RQQYIRSYGGPNNATIQQQPVSQLGPLPSGWEMRLTNTARVYFVDHNTKTTTWDDPRLPSSLDQNVPQYKRDFRRKLIYF
LSQPALHPLPGQCHIKVRRNHIFEDSYAEIMRQSATDLKKRLMIKFDGEDGLDYGGLSREYFFLLSHEMFNPFYCLFEYS
SVDNYTLQINPHSGINPEHLNYFKFIGRVIGLAIFHRRFVDAFFVVSFYKMILQKKVTLQDMESMDAEYYRSLVWILDND
ITGVLDLTFSVEDNCFGEVVTIDLKPNGRNIEVTEENKREYVDLVTVWRIQKRIEEQFNAFHEGFSELIPQELINVFDER
ELELLIGGISEIDMEDWKKHTDYRSYSENDQIIKWFWELMDEWSNEKKSRLLQFTTGTSRIPVNGFKDLQGSDGPRKFTI
EKAGEPNKLPKAHTCFNRLDLPPYTSKKDLDHKLSIAVEETIGFGQE                                 
>Spom_NP_593926_1                                                               
MENIRFEVQLTILHVEGLWKNGLLRSLKPYLLISVDDDQFIKTNVASGTLRLSWGFTQKLTVSPQSIILLQLFDEKQKNE
TSDGFVGLGAAVVNSFLPFNNPKDDYKTRITLRSPSGSYRGSVVCLFKRSKFLPEELPADKSQICTDIIDDASGCAWETR
IDEFGHVYYLKSPQLSVISAISHEKLENLTPKQLKEVFSQFLFNNQSKSSLKINLEYKVIKHLLEHYPLALSVRQQVAVE
KGPLPAGWEMRLSEDYHVYFVDHSTKTTTWSDPRDNVVASDSVSENTDSIQQINDEYQRKIAYMYDRPEMAVNDAQLQLK
VSRATTFEDAYDIISKLSVSDMKKKLLIRFRNEDGLDYGGVSREFFYILSHAIFNPGYSLFEYATDDNYGLQISPLSSVN
PDFRSYFRFVGRVMGLAIYHRRYLDVQFVLPFYKRILQKPLCLEDVKDVDEVYYESLKWIKNNDVDESLCLNFSVEENRF
GESVTVDLIPNGRNIAVNNQNKMNYLKALTEHKLVTSTEEQFNALKGGLNELIPDSVLQIFNENELDTLLNGKRDIDVQD
WKRFTDYRSYTETDDIVIWFWELLSEWSPEKKAKLLQFATGTSRLPLSGFKDMHGSDGPRKFTIEKVGHISQLPKAHTCF
NRLDIPPYNSKEELEQKLTIAIQETAGFGTE                                                 
>Spom_NP_596534_1                                                               
MSRPIEIANVSSGNRRTLPALHGSSFSSRSELDNNTNSKISRRLRELVCQRMGENPLRLRQSFHETISNDSYGNSEKLVI
RPCICCNSVLRYPAQAMCFRCSLCMTVNDVYFCLSGSQIKTKASTDGSQFISVEHFVETIHQTRSALQLAKQRTGNVQAI
VAAGLPLRELISLVFGSPPILNKLFSVKNGCSIQSSGLNYKLIYQLYHDITNLDILITNELLRAIESLLRRPMLYCHDPA
DYQYLLILLENPLLNSKSKNIVNKSSSILKRILGVLSNLNEKTHHFFISCFKKQPYNNPKFFRRKVDLINKFIGQRLMET
YSRNKRKHYYNNDWQIKSAAITMALLYSANSQMRLIDRSSFYCIMADFINLYHDFELWEQKINCFCFCQYPFLLSMGAKI
SILQLDARRKMEIKAREAFFSSILSKMNVEPYLMIRVRRDRLLEDSLRQINDRNKDFRKALKVEFLGEEGIDAGGLKREW
LLLLTRKVFSPEFGLFVNCEESSNYLWFNYSHRSKEIDYYHMSGILMGIAIHNSINLDVQMPRAFYKKLLQLPLSFNDLD
DFQPSLYRGLKELLLFEGDVKNTYGLNFTINLKAVEGFRTVELKEGGSELSVDNENRKEYVLRYVDYLLNTTVKKQFSAF
FDGFMKVCGGNAISLFQDNEISKLIRGSEEVIDWELLKNVCVYDFYDQNAISNSISESEPSMTASKYLCHSFVSKRKIIL
WFWDLISHYSLKMQKLFLIFVTGSDRIPATGAHNFQLRISVLGPDSDQLPISHTCFNHLCIWEYSSREKLKKKLDTALLE
TNGFNIR                                                                         
>Spom_NP_595793_1                                                               
MEQGAKRVRFYIVAADGLSKRDLFRQPDPFAILTVDGEQTHTTKVIKKSVNPYWNEGFEVTVKPSSVISIRLFDQKKFKK
KDQGFLGLVSFRMREVGSFRSNREVSLTRPLKKSSTTNLSVLGNLVLKVAPSKIRAPAGNHSSTTANRTTSTPTTTTART
TRTTPRPTATTNTSNQSTSNSTRNGTSAATSNGTGTGAGTGASHRSSPVTNRQTNNTSALSNSNAHIMSSFEDQYGRLPP
GWERRADSLGRTYYVDHNTRTTTWTRPASSTNPVHNTSSDSQRLNHQNRHLPDDSNPSLMQSDSGNDLPFGWEMRYTDTG
RPYFVDHNTRTTTWVDPRNPLVRPNGGSSTVGSLMQPQSLSHLGPLPSGWEMRLTNSARVYFVDHNTKTTTWDDPRLPSA
LDQDVPQYKCDFRRKLIYFRSQPGMRPLPGQCNVKVRRDHIFEDSYAEIMRYSAHDLKKRLMIRFDGEDGLDYGGLSREF
FFLLSHKMFDPIYCLFEYSAVDNYTLQINPHSSINPEHLNYFRFIGRVIGLAIFHRRFLDAFFVVSLYKKLLRKKVSLAD
MESIDAEFYRSLKWVLENDITGILDLTFSVEEDHFGEVRTVELITNGENIEVTEENKKKYVDLVTEWRVSKRVEQQFNAF
YSGFVELVSPDLVNVFDERELELLIGGISDVDVEDWKSHTEYRTYIATDPVIKWFWEIIAGWKNEDRSKLLQFATGTSRI
PVNGFRDLQGSDGPRKFTIEKAGTPDQLPVAHTCFNRLDLPDYPSKDTLHEKLSLAVENTVGFGNE              
>Tmel_XP_002842153                                                              
MTEGPASPRQVRITVIAADGLYKRDVFKFPDPFAVVTVDGEQTHTTSVIRKTLNPYWNESFDLQVSEASIVAVQIFDQKK
FKKKDQGFLGVINLRVGDVLDISSGGDEMLTRDLKKSNENVIVHGKLIVSLTTNIHTPIRTPGQIQSHRPTLPVPTGGNG
GQASPAAPPNNPHSSTNGTGRHAHNMSSFEDNQGRLPAGWERRQDNLGRTYYVDHNTRTTTWNRPSTTYNESDQRVAMQQ
NTEAERQRHQNPASMMATGATTAGTGELPPGWEQRHTPEGRPYYVDHNTRATTWVDPRRQQYIRMYGSNTGTPSIQNLPV
SQLGPLPSGWEMRLTNTARVYFVDHNTKTTTWDDPRLPSSLDQNVPQYKRDFRRKLIYFRSQPALRILSGQCHVKVRRNH
IFEDSYAEIMRQTPNDLKKRLMVKFDGEDGLDYGGLSREFFFLLSHEMFNPFYCLFEYSAHDNYTLQINPHSGINPEHLN
YFKFIGRVVGLAIFHRRFLDAFFIGAFYKMILKKKVVLADMEGVDADFHRNLTWMLENDITDILDLTFSTEDSRFGETVT
IDLKPNGQNIEVTNDNKREYVDLVTGWRIEKRVQEQFKAFVDGFHDLIPADLINVFDERELELLIGGIADIDVEDWKKHT
DYRGYTESDDCVRSWDAEQKSRLLQFTTGTSRIPVNGFKDLQGSDGPRRFTIEKAGDIGQLPKSHTCFNRLDLPPYKSFD



VLNQKLSLAVEETMGFGQE                                                             
>Tmel_XP_002841983                                                              
MYPTFTGSSRKHRIVNLSGRKPAAAPSRTSQFSRAPATQASVLHAQQERAQREATRQRLRAATTVQRVWRGRREAEAQRA
IWRTEWDNVFAGGAGGDFAQASDSKKRIEYGVTLFLAFYERGHRPGRWRKRDSGDFLRMKVLVLFMAQYLSQASNRPCLG
ARARGVDGHGTLMMEKFGKLLIEVLQEEVLTADSLSVLPSLAVELPGIVDASYYKALSRITASSKSSPEEILDAVLTPLQ
HVGKENGQRNAEIHRDFAANYLVTPDLPEHLQHSGFERLKKTVGFGKLIKAMSESPGQWVVATGEEKLWMLSYIIHFTPS
MSGSEVIDLTGDKPLVSRGFEEKSYTHVMSLLLSSVAREASKRIQVVDISMGVEGDEEDEDDSSGERPHQNKNQPLPPFV
KSRLESLIQQPSITSIFSLAGPPSSDDRDTKMLAGFALTLLLVFPNVKQEVCMWLCLAETKDGVSVLRYLWAAVRRSELF
LGVAKDIQLAVSSLRKRNLSTDGPSIRDSDNGEWNLILLFIELYGFLLLVMDDDEFFARSRAEKKARQLPLEDVENLSVF
LKNLAFAMYYWGGEIMGEDKQRSDGGAVFFKDQPNQVWEVEYLKTAVTGLLKAIYARDSRRKFLPSNHWLMTAAGFNIEG
FIPAVVQEEENRHKMESEGEDDEEPERQYDQAAVAALSPHEQRNLQLESRDRTQRKRQRALYLAAITPRLEILQNLPFFI
PFATRVQVFREFVSGDQRRRRGGFVDPDQWRAAMLSQNSRPPSLIHDALGGALGDARDSLNKHHATIRRNRVFEDAYEQF
WPLGEGLKEPIQITFIDRFGVEEAGIDGGGVTKEFLTGVCSDAFTPSKNLFLENEQHLLYPNPTSIEELKEELIKTRGPY
QEVIGDEVKPLSKRYEFLGRVLGKCLYEGILVDVAFAPFFLLKWSQQASDSRASMAIGVNDLRDLDEGLYRGLVKLKNYT
GDVESDFGLNFTISSRIPRHDKTITVELKPGGETIPVTNANKLEYVHLVSRYRLSVQAHIQTSAFLKGLSSIINPSWLSM
FNQSELQTLVGGDINTPIDVEDLRRNTIYGGVYQLGEDGIEHESIRLFWEVMRSLGDEERRKVLKFVTSVARAPLLGFGV
LRPRFSIRDAGEDQGRLCSASTCVNLLKLPRYRDPRILREKLLYSVNSNAGFDLS                         
>Tmel_XP_002839099                                                              
MPPRRVTRSSTRQLSDQAASLASNSNSQTPVATPPTATTSTAITATTTAAPSPSKPPRKRKNSATAAEASEPPTSQARSR
KRSKAASFSSISAQQPEIPAAPQSSRRKGKGKRAELDMRDQGPAGEPSNSITTPDVATPRRRGSRSKKSAGDNPATPSSA
FSSSSRRAAPKMNPEHNDPDVPMSEPNEVEEDNFDEDHDEDMADQGAGDDDDQDRDEDYEREDEDEDDVFEGSYLGGVGG
SSGLSSTLRALSGMVSGIPSRLRDNLASLRQKDDPSTQLIALQELAEILLVSTEDNLSGHFSPDQFVKELVSLMEDQGPF
GENPEMMLLACRCIANLMEALPAATANVVYGGAVPVLCRKLMEIQYIDLAEQALSTLEKISVEYPTSIVREGGLTACLTY
LDFFATNVQRTAVTTAANCCRNIPDDCFPTVRDVMPILLNVLGSSDQKVVEQACQCVARIVESFRHYPDKLEQLMSKEMM
NAILQLLLPGTTNLVGPYIHTQFLRVLSIIAKASPRLSVDMFKMNIVDTLYQILTGVSPPVAHDGAAMKNDSVMTMQALI
HRPREQVSETLNVICELLPGLPHDDVFGAAFDSQDSSGGTTKAPSDEGEDDDDDPDDKRRKLLENCKGEMKRFATVLLPT
LTDAYSSTVNLSVRQKVLNAQLKMISNLDADILKESLSSVQFASHLASILSQQDHPTLVLAALQAAELLLRRLPEIYQYH
FYREGVISEISKLASKKDEQAALEKEAAERGDIDRESEDSRDSEDRMSSSPVSSRSSSSSRHVPASTSTGMADWITEKAK
RFMEGHDKDENTETKLKAMTIMEELKSLATGLKSGDSTESLFERLATYFDNDNSLSSISSFELLNSHIVEALLAVLGSSS
GMLTPFYLYVSDIRRAFLEVFMRSGAHPAASSEGDTPFSVLVHKLQDLLSRSEHFEVVTVHQNTFDGNRSSAASMLAKQL
RLRLVADEDSEIPRPYRNIMVSIHAIATFKALDDYLRPRISLSERPRSGRRDPGGAGGGGLSNALAAFAAAAGLAAPNSR
PGGLPGDAASSSTPAPPRPRQARRQSRNKRSNLEGASASSSRGKVPGAERENQPTQPSGQAPLECMDERPIPEDDDMDEM
DTVLEDLDRDLDEEPEPEAGAVNLEVGTTGKVTARKDDGTRVATPSGAPPATRNPGSSQTSTPTNRGLPAGYPGAIPSPL
DWHIEFSIGDHVISNDMTIYRAVQLGRNDTAEDQTFRNVWSTVHPIKFRRVTGPTPPEGSLSPAPDGSQISTGFPASLDK
NKVSSSILQLLSILHALNANLDDVFTGDREAMKPKSPQPLSQFVNTKLTAKLNRQLEEPLIVASACLPSWSEDLARLYPF
LFPFETRHLFLQSTSFGYSRSMTRWQNSQSTGDSRQDRHRDDNRPFLGRLQRQKVRISRLRILESAIKVMDLYGASPSVL
EVEYFEEVGTGLGPTLEFYSSVSRAFARKKIKLWRENESSPESEFAFGQQGLFPAPMSDPMAESENGCKVLHLFTMLGKF
VARSMLDSRIIDISFNPTFFRTGENVDEAVAPSLGAVKTVDKDLASSLKLLRKFALAKEEIDNNRVLTQGGKAKKAAQIM
FDGVHVEELGLDFTLPGYPHIELIPGGSDVMVTIDNVKGYVDKVIDLTLGSGVRRQAEAFRSGFSQVFPYSALRAFTPDE
LVMLFGRNEEDWSLETLMDSIKADHGFNMDSKSVRNLLTAMSEFSAQERRDFLQFVTGSPKLPIGGFKSLTPLFTVVCKP
SEPPYTSDDYLPSVMTCVNYLKLPDYSTFEILKKRLSIAIQEGQGAFHLS                              
>Tmel_XP_002837200                                                              
MAPERGRSSLSHEYSALPSHAPEIISANTEFIRSHGKIEALVTAERTRNFEGLVRRYIKQLLYGCQRAHCDTPTCYTARK
KLSRDTNASRKFSVLSARIIACQLATQDDPYKALCPGKLVTPVLSGPVEGKGDGLSRDSSFREEIAEDGEDTSNKENKEA
PARPVKEALKEGEVEVITDKGLKDPKSFQQQLFNTKPFKMLEWIGLPPNVGIMKFADESTASPARTPTRSSDFNSERDVA
TPALLHEQPPRFRDYSNPMELIDLGKLNKESEPVSHHKHQEILQQPPVPPRKRRSSNASKAALKDVTPTPHSNARSKMTA
AGGRNSNMPPPPIGPHLHHKSKIANSHPQLTPSRSEKHSLTAQSLMTEDEDLTPQSLTKLDKEICAALLKMCTDPTVTGA
QSRDATVFAKQSLFYVFSTSEALLESFVSEKAGSGSDIDLNLDDMDQAFQMLFENEAWGAQVMQGLWIGLEAVFKIPGEE
GRLSDKDTARVISIALHALAAAVPRSTPEEWMAVRKLRGSGKVSEAGTVSEIWFEDEMAERLMRRVVRAVAYRHSRGDQV
ALRLQRHFRNCSMFQFEQRRERLAREVGEGLENAFDQERGGWGLGVCTLEWCRAILLKAWDGQETTPMVGVVGCCLVLMK
ILYDDHQSYGIDQEFFHTRALSDRFDPKDVPVQWFDSEPKAGVLHFLDYAFLFPENLRVTYFRAVNLAHMTKAYEQSMTM
QRLTTQMSMNTALLDPQDERLDRRMRIPLSSYLLVEVRRETVLQDALNQVFGREIRELKRPLKVRFANEGEEGVDHGGVQ
QDFFIVAIREALRSDYGLFTTDEQTRMNWFSVTPIEPIHKYELLGLLVGLAVYNGVTLPITFPKILYKKLLGGKAEGLED
IEDGWCQLAKGFKQLLEWNDGDVGDVFLRTYDFSYDFFGQVKYVNMLRAKENKVEFLDIKLNKLRKAKSKLETMHEWLPA
PSLSDEQDRWLGGLNDVLDDIVRNDGSSYHVTIREWPGDDGGEVGEERDALEEGEASGAGLGQSGGEERPSDRSLALASS
EAIEGGETNVALENGGGQGTEPLEFDIQNDGTEDDVFRDAGEEAETSPTKDDNDGAMGGFREQSQVQEKGKEVAHVSFSL
ELSEEVPAAEDPLRSDEQEPKEEAPLVTNENREAFVRDYISWLTDRSIRRQYQAFEKGFFAVIDRKSLSLFTPSNFQSLT
EGIQDIDISELEKAARYEDGYSPTHRVIKDFWAIVRGFSAERRRQLLEFVTASGRVPVNGISSIMFVIQRNGPDSDRVPT
SLTCFGRLLLPEYSRRAKLRDKLKLALENGKGFGVP                                            
>Tmel_XP_002836139                                                              
MSPPLLPSSHSLSSHPRIPSSAIPPHSRKTTISAWGHKYVPTPLHPAAQVLTTHQESWDTLADEALDLLTLLRIPSPPAS
PTSPQKDLYTTPKEHHDTHPTLSTLWQRVDTVPAWVDWEQISRGQDVFYRYSGAMLMGLCYMSLLGGMGASRIAEVLYRT



GGFSTGTARRRMFETMQHILQCTKSLESIKPGGAGQISSIKVRLLHAAVRKRILEIERRNPGYYSVKEFGVPVNDLDSIG
TVLSFSANMVWGALPKQGLFLSSREVEDYIALWRLIAHYVGCPTHPFSTSARARAYYDVLITTQISPTPTSALLATNILT
SLACQPPTYPTRTYLLASTRWLNPPCLCDALGLPPVQLSSKILVLAQCILNCYLGYTARFVPWFDKRHGAVARETLWKVI
VLGEIGLGGETGFEFSYVPMLGKGTGAGEAVDTGERGTMGRRSVKVLGIFLLVVGVLGVVLGWCLVRGAQALWRMTILAC
LNTHDDNSMPSWPSRLFSTNNDSDGMMKHGRSRSQQTSASAGWTGSPGRGGGGSASGRGITEGGGGGGGSRSSNAQFATG
HCMCCDCTVRWPSNLNVFRCTVCMTINDLKPVPSGPPGTPDTPLKEVPPVSLAGTKAIIDTCVEEYLDTRKWIKQMPAYA
PPPPPVGGGGEGSVPGDIPGTPNAFPVFDSRRPLVSFLSRSEGAVMPSTSAPSAMPSVGDAPGSLPGKSGKEKGEGDAKD
SGRELAKNMFKRLEDYLFLAFNDWECLNGSFVKERKDSGGRNKTEGAEIGMSELGSRSRGRREDIAFVTENIGEKEATLL
MGRGRVADARGYNKSERADRSRADAKFSIRSPGIDWDAVNEFYDMITNAGGDYALERALHRSNSGDKEGDSKELSESLLS
RRLGWEDEIMEISAEIEEARDNIARILLKATESVLKRPGRPLKKPEEVRFLLVILANPLLYPSFSRASTRYPSNSSSHSG
VGGGPGHNPGIVKRILGLLSNLPNECHHYLVSWFTRMPETQFRRLIELVGSFITYRLTRQEGRKRSHAGGSAASAGGRLS
YNDDWQIRAAARVMSLFFSANNNTAGRRGLQGSSYDTADDNLNYGQIARREARRRGQIIPTSEFYNMLLDYQDLIADFDV
WESRASRFCFCQYPFLLSMGAKISILEHDAKRQMEVQARHAFFNSIASRRTINQYLVLKVRRECLVEDSLKGISEGVGSL
DDIKKGLRIEFIGEDGVDAGGLKKEWFLLVARDVFDPSYGMFVYDDDSQYCYFNPNSLESSEEFFLVGVLFGLAIYNSTI
LDVALPPYIFKKLLHFTVPHSLAVSSIRPPLHHTLEDLAVFRPSLAHGLRQLLEFEGDVESTFCRDFVAETERFGQVIRV
PLCPNGENRPVTSSNRREFVDLYLNYLLNSSVAKQFEPFKRGFYTVCGGNALALFRPEEIELLIRGSDEALDVSALKAVA
IYDGWGGGNPAENDPIVKWFWNFFEKITPKEQRMLLSFITGSDRIPAMGATNLIIKVVCLGQDSNRFPVARTCFNQICLW
RYKRREKLEALLWRAVTESEGFGLK                                                       
>Tmel_XP_002835434                                                              
MKIKKTATAKHEATLSPFLKSFITTATSIPIPELLPFLSKFPAHWPFPRGDLYHWIALLNRFDSILEEQVQKYKLKEGPQ
TILWERQDEELVIGVLKFSRMLVENCGNRSLYGSSGFINDLLNTTSLDVLEASLRLGSRLAQRYHTSRTRGASQSTNAVL
LASHYNINLERVSKLATPFLKSIAVTSLASGKNVSTKAVVPIYANDLARLARDERPIDKWGGAYVSYYVSPTTQKAVTVP
GPGAGFVIKEPATPTPTRRTSLHHGHQTSGSAHNRRRSTDDTITDSSDLAVTGGMQTLEIPYSQIKAAPNLEDILKSTLP
ETPADTHYDLLHRLRVASALAGTAETRRQILGIRILALTNLAYVYSENQFTTKILQPDQDEPRRFQLVYQLAELVHSGDI
KGASGDGKEIPRWLQTLALGGLEALARHKSKTADVCAALSVNVNHGVLLYVVRKAVEELAIEKDEEECDKEAEEWREALF
TLVGYLPTTAHAGSLLVSAGLIPILVELLQLRTKKALRNIPKAVSFLDSLIYNVQNAFQALASAKGLDVVVDLVSDEVKA
GLEEAGTGKGIPDEYKSSTTDFKIGFYRQQTLKMVFKFMQHMMAQSGGNADRLLRNLIDSPKLLSALKVVIENGTIWGSN
IWSTVVGIVSAFIHNEPTSYAVIHEAGLSHALLETVTGRSGLAEEEAKRKKDEEGREVVGDNASLAASADDKEDESPEDR
KRDLPPRLHTPATGIMPSIDSIGSIPTAFGAICLNSSGLALFQTSGALETFFEIFESADHVKCLTEHELASVLGSQFDEL
VRHHPVLRENVMKVVIEMLQRVEILGRKFAEEKGMGAKLWIEDGYGGMVVAGGRKSLIGRIHKHSSEAGVGSSTKSQGND
GEDVEMGDADAVVSTAEDADRNQPSIVNFIDAAGRFLEGFLANANLSKDFIKREGLDFLLDFYTVPSLPYDFATSQANQM
MSRVLQVCSENSPSVTVAATLRHAQKAIDQLQPLLRHDKKEAFFAPLTDQKAAVLPPRFQGGLSQDVRSGGTKLIKDLVT
VHSLCYLLQELYGQPLFNVRLTLSIFMEPENEAIVSNLGALHRMCVWEEILLQNTIPDTWNEATRVKNSAGAAAASIEEE
AVPAVVATSAEGQLQNPRSQDEQKEAEKAVVERDGKTPWFRNVKTIRFLISQIPSSITPFLQGLARSLISRRSTDLFHKQ
HAFKIAEAISESMYDHLTWKRLDSSDSVTDKYGYWIRSSYHHNSETFWGEVRDLPALGDAEQIGKDSHQRMAHAYGGIKI
ILSLFTHLVSNKSVLDSSQTVALQTRERSSDTPRPDFFNPHQFLVELRASILPVVRDMWDASSIEKASCSIVKSVIEILG
IVLKADSEGSAFTRKELEKKGRLSNTISWRTMEPNEEGIRQLVEMGFTRENAMAGLLRGNGNVNTATEWLTSQGVRTPQR
GSQISASSSRPLTAESHSTDEEGTDVDAAREEPIIPAQSEGAVGGATPATEPIMPPPAPPAPAVDTGVPPVDDGVVAMNI
DESNVQTTPPLGEPQASESAEIPPSTVEKGKAREDEKVELPAVVTIEDLDELRSTIRESLIDRSLDVLRVHSTVTFELSS
LLTSAFGKASESPDVRKEVASTILQSLMSLQADDDLRPCAKTITSTSHLLGLVLQNQDFFDACLEDLKEQIPTLIGFIKM
NKGEPAPWIASILLVVEKVLSESAQPRRVTFSSPPSDQEPENIAELNSYKISDGDQAALFKAVMGVVSVIGRDEILPLAV
ARVLVLLTRKRELAIRMTEGDNLRSLFHMLRCQAGLRTERIQASIMLVLRHIIEDTGVLKAIMRNEIRTWFQSRGTRQTD
TQAFVRHNHHLVLRDPDAFVELVNELCKLTRYDPHLRNQQIAIKETERPKSESESKPEAESDPAKETGESQAKGAEDKEM
VDKPKPAVEVKPPGLENPDGVIHFLLSELLASKDEMDNPFPPNPPKEDITSAPMDVQMEQGESTGKPAETLQANSPSKPE
KPEFKAEQHPIFIYRCFILQALTELLSCYNRAKVEFIGFSRKAAPREAITPSKPRSAVLNYLLNDIIPLGTLIHTEDIAY
KKRATTSQWAILAIVSLSAQTGESSSTADESSLLFVRKFILESALKAFKDASSSVEPLDAKYSRMMSLTDLFFRMLSARP
NHNHSTSGTPSEKSQQQIARIMFEKNFIAALTGSLADIDLNFPSARRVIKYILRPLKLLSKTATDLNEISSITAPGATDE
DEISTATSISDIGDMREDTPDLYRNSTLGMFEGEMVDEHSSYDEDDYDDEMDDDEMELEEEMEEEGDSEISDEEDEEGGE
GMDVEIVVEAEQENEMAQDQAVRVRRTRGMKYCPTMVLKQLFALPEDLMAHRNLATKIEMMEEAMIQEDYEDDEGAFSAV
PWGWADETGEAPMMARAHPRGHGGWYTLGGPPRESPVFMSNAARPRHYMGGTAPRTTDNVDQNPLLQQNSNNEQASARPT
HNRSQEFMTDWVQAIDGMHAAGGPGGTVSMISTLMSLMTRTGQPVPVISNGGSIQFQALPHIAHHHHHHHPHAAPFMPRE
LRSMFEAARPLPDMPRHHREDPQTAVNSFIPTLTTGRWTEESRLLFGTSAPDRAHKVVNAILVLLVPPAIEEERITKEKQ
EKARGSEVPDGENSPREGEAMEGVEATQGEAAAGLEAGPSDPPAPRATVMIRGREMDITGMDIDPGFLEALPEELREEVL
TQHIRERRAAAATNDQPSEISREFLEALPDEIRDELLAQEAADRRQANQLRGERRFNQFVEMPRVARVSGVRHPGEPEPK
PVKKPLRKSVIQLLDKAGVATLLRLMFIPQVGSTRITLHEILLNICENRQNRAEVVNLLLSILQDGSSDMAAVERSFAQL
SVRAKQAPATKTPTAVVKRTGTGLLAQTSSEVSPLLVAQQCLGALLFLVSYNEHIPSYFLNEHDISVGLKRSTSRKGKGK
EVPPPKASKYALNTLLSLLDRRLITESSTVMDQLSVENKDEASNSNRNKDDDRRRRLRHLVPPVVPEHNLRLVVNILTAR
ECSSKTFRETLATMQNLSAIPEAKVVFGAELIRQAQVLGGTILEHLEVLVHQIKHAENGTEIQGMALSNFSPASSDQAKL
LRVLTALDYLFDPKRPSRETVKDGEPKDEESKKERDVLSNLYESLTFGPLWSKLSQCLSAIHERNDMLHVATILLPLIEA
LMVVCKNSGLKEAPRTQRGQTPMSPAMAETSMENLFFKFTEDHRKILNQMVLNNPKLMSGSFALLVHNPKVLEFDNKRNY
FNRRLHTRQGNRDPHPTLQLNVRRDQVFLDSYKSMYYKNGDEIKYAKLSIRFHGEEGVDAGGVTREWFQVMARQMFNPDY
ALFIPVASDRTTFHPSRMSGVNPEHLSFFKFIGRIIGKALYEGRVLDCHFSRAVYKRILGKSVSLKDMETLDLDYYKSLV



WMLENDITDIITETFSVETDDFGDKKIIDLVPDGRNVPVTDDNKHEYVRLLVEYRLLTSVQEQMENFLVGFHDIVPAELI
SIFNEQELELLISGLPEIDVDDWRNNTEYHNYSASSPQIQWFWRAVRSFDKEERAKLLQFVTGTSKVPLNGFKELEGMNG
FSKFNIHRDYGSKDRLPSSHTCFNQIDLPEYESYESLRQNILTAITQGAEYFGFA                         
>Ncra_3512NCU03947                                                              
MTSSRDSGLPAQPNLRVTIIAADGLYKRDVFRFPDPFAVATINGEQTKTTQVSKRTLNPYWNEHFDFKVNEDSILAVQVF
DQKKFKKKDQGFLGVINVRIGDVIELAPDAEDQMLTRDLKKSTDNLVVHGKLIINLSTNLTATMSRLGPPPSSSRPSLLT
PQSSVISNDRANERPSSAMSGPNGTANNMTLASRPASLAVSSSSTAPTPGTNGTAPTNPSTLVPAQARHHSTLSPFEDSM
GRLPAGWERREDHLGRTYYVDHNSRTTSWNRPTGTGAAENRTAEANTQVERQRHQNRTLPEDRTGANSPTLQQQQAAATA
NAATMMHTGATTPGTGELPAGWEQRFTPEGRPYFVDHNTRTTTWVDPRRQQYIRMYGGQNNTNGTIQQQPVSQLGPLPSG
WEMRLTNTARVYFVDHNTKTTTWDDPRLPSSLDQNVPQYKRDFRRKLIYFRSQPAMRIMSGQCHIKVRRSHIFEDSFAEI
SRQSATDLKKRLMIKFDGEDGLDYGGLSREFFFLLSHEMFNPFYCLFEYSAHDNYTLQINPHSGINPEHLNYFKFIGRVV
GLAIFHRRFLDAFFIGALYKMVLGKAVSLADMEGVDADFHRSLQWMLDNDITDVLDATFSTEDERFGVITEEDLIPNGRN
IAVTNENKKEYVELMVKWRIEKRIEQQFRAFKDGFHELIPQDLINVFDERELELLIGGIAEIDVDDWKKHTDYRGYTESD
EVIQFFWQTVRSWDGEQKSRLLQFTTGTSRIPVNGFKDLQGSDGPRRFTIEKAGEITNLPKAHTCFNRLDLPPYKSLEML
QQKLTIAVEETMGFGQE                                                               
>Ncra_3581NCU04024                                                              
MTRDTLRPADATHNNSPELDVLAGLWEEARFARLPWDAPEELRDLVEEIDNPRKVYAVHKASRRHNFQLLVQKFIFQLRE
GCGNENCTTPTCFTCRRRLAGRAPIRRYNTTSARTLAIYLASQDNPENGLCPGLRLPKAPPAALNSLRFSPAPKTFSTKG
PNVAGDASSPKNTGGGKGNKTPNNDSGKDKERPKSPTQLAEKDGPGFRVIERPTSKDYRSFAANVFGTVAFKMMEWLTPA
AMEEMSRLAKAYEASEPAIPVNDQAGAPKASNSGSSSQQPGTGQVIPPAPLKEDRPKDIETNGEWKQNEDNEKTAVKEVR
PASEQPSQQSHRPNGHRRNSSARVRAPSGPKPKRKLSIDHFTTDTRPNGTADKGLRGLKAAGSTLARPISQLSSAGYFDH
VSLEKMPPKSADLRPKAGIRGQLDGSKSNESNHPSKVTSESGAAGVQGGKRAVEIESDSEDDHILPQTLSRLDPRVVDFL
CDVIQEDGTAESHILEPRAVTKFHKGYADQRKELERKIEPKRARSPNMKLEWKLFVEQSLFHVLSDPHQAIRSFTTNGQL
YDSETLWYCMLRMTRICPTLVFHSLWMAAASLFAPPKTLQSLRSRTTKLFPKSEKALSNEEAGRLLSICLHALVAAAPLV
NDDRQLYDMSRIRAHGLIFAGSGSPASQPTDLCLQYEDAFSDELALRLAKRVLAAIPTRRYFDELKRSNSADDDTKEHDV
LTPLFAQLDYLNEDALYILNFPFLDRTVHETRVPILLLDWARAVMIKEWDGNPEVPGDGPFGGALALIDTMHKKREDLLL
GDVQFHSKYFADRLDVVEAPVGWLAHASTRKKLHLLDFPYLFDSNTLVGFFRSINLSRMNRYYEQSASIQERFEVYMGRS
SPMNEHHKRVIMDKLKVASSKYLVLEIRRNRVIRDAFDQLWRREAREIMRPLKIHLGERAGEEGFDSGGVQQEFFRLAMA
EALNPDYGAFTVDERTKMTWFQPGSVVEEWKFELIGLLMSLAVYNGLTLPVTFPKALYAKLLGEPVTDLDHIADGWPDLV
SGLTMLLDWDEKEMGGSVEDVFARTYEFSVESFGEQVTKLMTPPPPPISSRSGKSAAETDAFSREEPWPQFSPAFRRLSD
ASSSASALPLEEEAPLVTAANREQFVSDYIRYLTDVSVRPQFEAFARGFRTCLHPKSLSLLTPSLLQSVVEGVQEIDIAE
LQRYTRYVDWDASHRTVRDFWSIVKKYDDKMKRRLLEFVTASDRLPVGGVKNLVFTLQRNGKEDYTDVDEEDEEDEEPYT
TDEGWEVQGEYSTDEYTSEEEDFWGQHEQEEEEDDGVRRGEVVIEDSGEDHARARAQAQAQEAPEGSATTNNNAAEDDAR
QQQQENTPPPQPATPAQRPSTASANGHRRRRSERSSLSHRARRPSTRGGSGEQHEEAPKEKKKKAPRLPTAYTCYGILLL
PEYKDKEMLRERLAMALENAQGFGFA                                                      
>Ncra_4276NCU04800                                                              
MFPTFTGSSRKGRNVNLSGQRTSNPFTSTSWGAGSATGASKTVAHAQAERQQRQQERDRLRAAQRIQRTWRGHRVRRTLR
DEQRQAIDRLYEAQPVDAGQRSAQALPLVFAAFQAFNVQDRHRLALVTEDLLQTDFSAFSLVFLGWDKLGKLRRILLAAL
TRCDLGNEQTQVALFLRALDAIRTKTSDFETFGQVLGEWYKVLGRLCQETGLPSSVQELICSLVVAPLDVPHDLDFKHTA
YQNLVVSFLTQPGPARCSDLITRLAANIDLDRLSNYIIDLSHKLSKHDPNAVLWLIAHYIAINGAKEQRSSRLLFIKTLE
SLFPLCSAQIRAGFAVARPKDTGYFAEAEQDGSDVLHPFVRQQLQSLVDKGAIQDLLSAFTATTGETSTSADDDASYLAG
FILTLINCFPAFSEDIRMFLYVADISTAQGRIPTAKYFWSATQKTSVFSEIASSQDSTLDFLRRKPSSPAAEAVWHREWK
TVLLFLESYIFVLRLMDDDDFFSTLNPHPNFGGPSSRLRLAGMSLSELKRLTQFLKHLSFTMYYNAKELLTNSPWAETPN
SNRPRGDGGQASKNDSFLPPAGVDFTTLRDLATTAMKMLYERDSRRPFLPEGHWLMTSKFDMEGFLAAVVLEEQRQHELS
NTEDGADSSEDDQQEWSHYAHLERLRQKNRKAARNHLLSAITPKLEILRNMPFAIPFETRVQIFRQFIQLDKQRRRGGDG
DPDMWRAHMLRNGFGAQHPLGKHTARIRRGRVFEDAMKQLWELGEGLKEPIQVTFEDEFGMQEAGIDGGGVTKEFLDSVT
TEAFTHTELFVTNSKNAYYPNPTLIDRIRNMRVGEPEETQRAVEQVLKMYEFLGRIIGKCMYEGILIDIVFAGFFLLKWA
TANDTPGGGSNPLASSSSTTAGYRANINDLRELDEELYQGMLSLKNYTGDVQTDLALDFTITDPINSPGEPTRTIIRPLI
PHGDSTPVTNENRPLYISYVARHRLVRQPYPQTRAFLRGLGSVIDPSWLSMFNQLELQRLVGGDSSEIDVEDLRRNTHYN
GVYQIGLDGEEHPTIQIFWEVMHELKDEERREVLKYVTSTPRAPLLGFGQLRPYFTIRDAGQDEDRLPSASTCVNLLKLP
QYRSKGRLKEKLLYAVKSGAGFNLS                                                       
>Ncra_5951NCU06756                                                              
MAIYTPQARSTREGTMNINDTSTPPSMAVSTTSPFWPLGPFPNRVDSHANSHPLPHQLQHPPQDPLQHPQAPFSQGSSQR
QQQQQHPQWHPHPFPQSHRAFGPPPSAGSIITTNNLNRKYSNGNNNNLNGNSPGSGNLSSNVSVNRPPTANVQVRRRPHA
ATTAGRFRSATRVPDLPVLNNLRITSNTGNTNVDDSSSSDEGFSSPAARPQRPEHRRSMSHPFPSLFSSKKKKAYQMYAG
DSGSETVDDAGYAPKLGTSRPSTQHSRNHRNVPSTGSKDYSTGNCMTCGCLVRWPKELSVFKCTICLTVNDLQPSSSGQG
QGQGPRRDASRNSPPAAEERVFSHACLERPISLGHTKSLATQCLRSYLSSALRSKSGRQADVQPDSYFTLAKVPSQDQQE
SSLSSPSDPGRVPAATSRAVGVSPQPQRDGLTVPNTDLDPQQRSNRTPRSYSSSYPEKRPAIPDLVLQAPGPQASPQIAN
PEIDSRRIFKRLEDYIISCLTSYQCLNTSFSTTRPSHQPRPSGEPERRRRPTQSQPQPRPQPPPIPQPEARKNSVTTEQP
FVELDAKMLLLGDFAENGLWWTGGHEEKVPGRSSSNRSDPGASAVSPRSPRIDWAEVEDWYTAVLDAVRSWPKFYDELVS
EDSSLAVPPEALKEIEAQLLVGQDHVHRSLLRASETIMKRPGRLMTAPHELRFILILAANPLLHANYKPYTGEFRHMDSF
WSTQGGPSSGRHSGIIKRIVGLLSNTPNECHNHLVNWFARYPEPLFIKTKDLISSFLAFRLNRQNEKKYDARVDITAGLI



PSLNAGRSAASLHAALGSSQASGKKQKEKKKIYNEDWQIKASAQVLALIFAANNTGHSRRSLANLTDGPVASTRDRVQMR
GQILATSDFYTTLLDDSDLVADFETWESKKGKFAFCQFPFLLSIGAKIQILEYDAKRQMEDKARDAFFNSILTHRVIQQH
LVLDVRRDCLVDDSLKAVSEVIGSGGEDIKKGLKINFKGEEGIDAGGLRKEWFLLLVREVFNPDHGMFVYDEDSQYCYFN
PASLEPSEQYFLVGVVFGLAIYNSTILDVALPPFAFRKLLMAAPPPTLATSQPRQPMTYSLDDLAEYRPRLASGLRQLLE
YDGDVESTFCLDFVVDIERYGSTERVSLCPNGERRPVTNANRREYVDLYVRYLLDTAVTRQFEPFKRGFYTVCGGNALSL
FRPEEIELLVRGSDESLDISALKSAATYDNWSTKNPVETEPTVGWFWELFEEASPADQRKLLLFITGSDRIPAGGAAALS
IRIACLGEDCGRYPTARTCFNSLALWKYGSRERLKEVLWTAVLESEGFGLK                             
>Ncra_7520NCU08501                                                              
MGKITKTMQQKHRDTLSPWLKEFVDTASSAPLPLILQRLDEFPRRWMFPRGDLYHWIPLLNRFDNILESICATYELSKGP
QTRDFGRDVLLNNGGPSLEYRDEPWTVERLAEAGYKEDGDCQLLVAILKFTRMLLEHCGNRSIYASSHHIDRLLNSPYLE
VQAAALEVGLELAQRYNASVKRMPSPPRSVNPTLLANHYNIDLEKVQLLARPFVRTPIVKSLEASSAAPAVSAGSTAKAK
DKEKEKEKATGPKNVASMYANDLKALASSRPDEEDLWKSWGDLKMSYYPDTTNGEPSARDSKDAQPVEPRTTSSPAAPTP
LRRSSTMNVSQSSRTQRVGSSEEGSPLKPSGAATDDRDGPKVVEIPRSVIESKRIYDLYDMCPSDMPATMKFEFTSRLRT
CKALLGTHRERQLALAVRLLAITNLAYILPEAVFVDKVLKYDKDEPRTFQLVYQLAELIAPSPDGNPSEVPKWLQSITLA
LLEAISHQQEKHSDVLAALNVNVNHGILLYVIRIAVAEMKEDAPVDDQDELDADNWRGNLFGLTLQIAMATRIGQEMMTA
GLMDCLVEILNLRTAVASRHYSMVLAFLDSLTYAYQTAFSQLNSAGGLDAITNLIVHTVGESKTLTEAGLGTKPELHASL
VDYSIPFYHQQTLKWLLKFIHHVMANTYSFDGTNTERLLRNLVDNSSLLGSLCTIARQNRFFGTVVWSNATTLLSDFINN
DPTSFAAISESGWIQAFLESVTNRPVSIPAEQPSLEPSQSRANDGSEGNDADDDSEDDGSAHDAAPDSDGQAATQPHPPT
QEMLEAPRDFPPAHGILPSSESMNIIPTVLNSISLNNRGMKMVLSSGAIQSYMEIFESATHVQCMAHDPELASTIGSSLD
ELSRHHPALRPAIANAIIDMIARVTHLVKTMDATKACGARLEAPESSASPVAEPAQATEVKGKGKEKATDDTDVEMAEAS
SSSSGNNKPAQAPSIPYIQVLSTFLQPIISNSHLKGALISAGVIEILLDLAESPSLPHDFGETPACRMLVAAISQLIESA
QIVGLPSLLFRMENTVKVLQPRINPTTTEPFFAPFLTLNSSVSPVQDEEPASEKRTPDVSSGTETVKALLNIQTMIKILY
HCFPFSNRSQMVSMPAVNVYDYYIRLIQSLGPLLRGVLKEEAAVNGAVPHHWTLKNKPYQTNSLGSRTDVQDLLTDSAAQ
DSSANGKKLTPEEQSTAEYKNFQTLRVLLHSFMPSIFPFFQTIGKALLPRRNNNDPYIRSRHLAIAEASAETLIQQLQQS
KAELTVRDIHNWIIMIHTFGEMVVDTNHRTASGGAFLILPVITAFKELGGFEALNVMLKRLADMVSTGATEGQEATKAKL
SMIGMKKVLDIYCFIISGKNLSDSMAQIALAPKPTERTTREFSHQLVVELRMSILPVVREIWASNIIEKSTGTVVSKIID
IIKTIAAGDLESNAQSRSDKESLPHLFKNRESVPFKWISRKDAETLATEQGVDVDLALEALYRANGKESDTKEYIKYQKA
HLVRNRNPVPAEDAFKEVPSPNLSSSAGMSLSNLLNTPTFPVSDLLGAEPMALDPVPNQPLGEASGETALGHATESSEDG
SDEGQPGTSRETNVGASTTAPQQLPVLPSQQPATESQSNTPRITREDLVEERAKLYDTLIDRSLEVISSHPEAVFEVADL
IQNTILKTDNEDRRVEVGEILANALMSFASDDADELKENGSSIAAYAHLLALLLQQTAFMRTTVDMLRDYVGDYLGFLKL
PPASSNDSLPPWIPYILLIFEIMLFKDAQPPDIKWKQPVKEDDPIEESVIEVKEPNFLAEHRSSLLTTLLDFLPRIGKEE
SLAVSVLRILVVLTRDHAVAKIVGEKKNLQRLFVMAKQLCGAGSTRLKQTHISEHIRQILRHIIEDEETLRQIFETDIRH
LMTSRQRPSAAPGLEPQAYLRTQAHLALRSPKTFVEVSTELLKLNRAVSHLGDGTLRSTPFLVLKERPADASVSPKESSV
EPAVQATEDLTISDVKPSTEVTDKDMHDAPKNPAQDLKRPILEHPDGVVHFLLTELLNYKDVDERENVPAPPAAASKPES
DATAANEATPSPSGDEQNSESKEKEKKLAKSPFKAEDHPIFIYRCFLLDCLAELLQSYNRAKVEFINFKRSAPVQANAPV
KPRSSVLNYILNDLLCFSPASGVPESIAMKKKAATAVPARAVLVALVSKTGEKPQNRTHEPFEYDDEPDLLFIRRFVLDT
ILRAYKDASVSGEPADIRYGKMNALAELMAQMIGEGDKDSRPNNPRGTDPSIGRSQAQLKRLMYEKGYLTSLTASIADID
LTFPHNRAPLKPILAVIKTLSKTAVSMSQLGLIPASGTAGTDQAEDEFLSDGSSVSEDLTDDREETPDLYRNSTLGMLEP
GRDDEFSDEDEDDDEDMYDDEQYDDELDYGDDMSQDNEDNPSDEEDDLGEMGEMGGMPGQPGVVEVLMGENDDEEDNDDM
DDMDEDDEMDEDDEQELSDEDEDEEVGSEDMDDLEDDIHIVDEEGNAIDDDGASWDDGTDEDEEDEEELDYEAEAQNMQE
AQLHNRRTFPEIMRAAMENAGDDLDAEPIRDFDGHYIDDDEDGEEDDDEDEGEDDMDDDMYFDGDGLHDDLLAPNMPSGL
GWDIAIEPNHRHRPSRSPWPNSPFVVGRHRDAIDFQNFFRRPAHLSRHLPPPADVMSGTNPLLLPQSRREVPRHAHSQLV
RLGITPNMIGGLGMGMGVEPLAFISDLVQHLPDVRLSAGGGPLALHFTADGPGGIIRELNAIPIPPPHSRESRPTEARRD
TYQEPHQAVQFSPESTHERWQQEVKMIFGFGYQDKAQKLAPLILSKLTPAAIQAEKEEKARKAEADRKAEEERKKRQEEE
RKKREAKEAEEKAAREKKEAEERERLERERAEAAAQAAAQAAADQEANAVSQEAHPMEGVETQGPGENAEQQAEDERPRV
YYTLRNQQIDITELGIDAEYLEALPEEFRDEVIAQAISTRRSQAREQVSQEGENTEVFQEFLEALPEELRNEILHQEQHE
QRRRERQNAAGGQDLGPADMDPASILLTFPPGLRQQVLLDQGEDIMEHLGPELAAEARTLVARHRQLHAQQGGQAASRSR
DAQRPTEAGAGTVQKIQKRTVVQMLDKQGIATLLRLMFVSQQGSIRSSLFSIFANLCENRQNRLDVISSLLQILQDGCAN
MDAVERSFAQISHKAKQLKEKDAKTPHPLKRSLTGGTNNNGQFPASSEVSPLLIVQQCLDLLVELSKLNPHIPSVFLTEH
ETVASTLKRSLSRKGKGKDVNGKAQKFAINSLLTLLDRSLVMESSAVMQVLADLLNKVTIPLQAIERRRKEAEEQAKKKK
EAEEKAATEREAANAPEEQASTSTEQTPAQQEATQQPSESTPAAASGQQPAQQDQENKELEAPKEKADEKDVQSDEKKIR
QLTPPTIPEHNLKLVINIFVARECSSKTFQNTISTIKNLSNIPGAKKVFGDELVRQARVLSENILSDLDNLLPHILKAES
GTQIQGVALAKFSPGASEQNKLLRVLTALDHLFDSKSKKQDKPAEGENTKEDLLGSLYWNPTFGKMWDKLSACLSAIRQR
DNMLNVATILLPLIESLMVVCKNTTLSDASAVSNANSQKEMLLTSPPPEDRIAGLFFTFTEEHRRILNELVRHNPKLMSG
TFSLLVKNPKVLEFDNKRNYFNRSVHSKYQQTRHSFPPLQLQVRREHVFHDSFRSLYYKKADELKFGKLNIRFQGEEGVD
AGGVTREWFQVLSRQMFDPNYVLFVPVSSDRTTFHPNKLSPINDEHLPFFKFIGRIIGKALYEGRLLECYFSRAVYKRIL
GKPVSVKDMESFDPDYYKSLVWMLENDITDIITETFSVEDDVFGEVKVVDLIENGRNIPVTEENKHEYVRLIVEHKLITS
VKDQMKAFLTGFHEIIPEELIAIFNEQELELLISGLPDIDIDDWKANTEYHNYSAGAPQIQWFWRAVRSFDKEELAKLLQ
FVTGTSKVPLNGFKELEGMNGVSRFNIHRDYGSKDRLPSSHTCFNQLDLPEYENYETLRSQLLKAITAGSDYFGFA    
>Ncra_8749NCU09866                                                              
MSTRLTRSAARQAASQAANLNNSTSTAAAAPQPATGGTTSLAAEASSAPPAAAQTLARSSSAKKRKTTAAAEANSLPEAA
AEFPSSARRSKRQRVTQPASQSSSSITHPAQPAAAASSSAASSTTKKTATTRRKKGKALATSTMSSPENSAVPPNPPTNP



SSASTSRRSSRHKKDAQGEQGVSDMSDVTLPPIHTHSTNPASASASSRKSKRNAKSSSADQDVVMTGTDEHEKDPTPPPP
PPPPPKESPPTDSDEHDEDDEDDDDHHRYDDDDDDEDDDPFTGFGGHGRHPHSLQDTLRHLSGIMSGVSAQVRKIMADLK
RKDDPSMQLMALHELSTLLLMTNEDQLSGHLQPDQVVPELVALMRPNEITGEENPEIQLVACRCLANLMEALPGSTSALV
YGGAVHILCEKLLQISFIDLAEQALSTLEKISVEYPTSVMREGGLTACLTYLDFFATSTQRSAVTTAANCCRNIPEDSFP
EILGVMPILLNVLGSSDQRIVEQASLCVSRIAESFKYHPTKLEELMNVDLLKAILRLLLPGSTNLISPHIHTQFLRVLAL
TAMASPRLSAELFKLNVVETLYQILTGVSPPSGNDDLASKLDSVLIMQALIHRPRDQIIETLNVICELLPSVPLRDPSSI
NYTVELGTFAGPVGGSGESTRRRTANEKRIEHMEGCKEEVRRFALILFPTLTDAFSSTVNLTVRQKVLAAQLKMLSNLDQ
DILSEALRSVPYASFLASILSQQDHPLLVGLALQATELLMSRLDTVYRYQLYREGVIAEITKLAADAPEPKRKHSLTEQE
VKEETNQAGESLTGVSGRPSAPDQGVADKEHPKTLEEDKADDEDVEHSEHESGAEEGGEELDEDEPEDTENDENDENDDG
NENEVKDDDQSPVSSEGETMSLDGPPRYLSDFPTNTYKSSIRQAAKKFLEMYETEKQGKAMKKKASKILASLSDLATEIE
EFYLCRKPGGPVMEHGTLLFQKLVSYFDTDVLESVTSAELLGSGVVRVLEQVFSNPDEEMAAAAQNAFLQVFMGYSVKSK
PKTATADSPATPFSVLIHKLQDLLSRSEHFEVITAHHNSFDGSRSTAASMLAKQIRLKLVADEDSDIPRSYRNIMVSIHA
ITTFKSLDDYLRPRISLSDRPHGASRRDAVTRALAAMGASGFMGAAAAAARLAERGLPPSSRSTPAPPPAAAPAQASGSR
SSRKPKSKSQPTTETPTTPDAATSKEKGGLRRSARKQAASDSSLPRQPPEEDDLENALECADERQLSDDEDEAADSSDLN
VLRDLDEGMDDAPTPDPTAVNMEVAAGGRITARKEDGTRVATPGQGKPAPPPQNRTSALTAGLQNTPTPQAASRPMSYSG
ALQAVPQDWHIEFSVDGKVIPNETTIYRAVHSSSLTADEHVTRSIWSAVHPIKFRRVPGPPPPEPVGFSPSSDVGVEADE
NGTPGSLAKHPITLSILRLLKRLHDLNANIDEVLVENRETLKLNVEPLSQFVNTKLTAKLNRQLEEPLIVASNCLPSWSE
DLARLYPFLFPFETRHLFLQSTSFGYARSMARWNAQSQEERRNGRDDRPYLGRLQRQKVRISRSKILESAVKVMELYGAS
QSILEVEYFEEVGTGLGPTLEFYSTVSKEFSKRKLKLWRDNELNGDDDFVSGPTGLFPRPLSDEFASSEEGEKILQLFKV
LGKFVARSMIDSRIIDINFNPLFFRVGDSTATRPTLATIKSVDPVVARSLMTIKKFSLAKKEIDEDPNRSAVQKVADTEN
ITIDNFKIDDLYLDFTLPGYPEVELVSNGSQTRLTIENVDLYLEKVIDMTLGSGVRRQIEAFRSGFSQVFPYSALSSFTP
DELCTLFGRVDEDWSLETLNDSIKADHGYNMDSKSVRNLLQIMSELTLAERRDFLQFTTGSPKLPIGGFKSLNPMFTVVC
KPSEAPYTSDDYLPSVMTCVNYLKLPDYSDIGVLKKQLFTAMKEGQGAFHLS                            
>Scer_SCRT_03691                                                                
MVSLFDKLNAKKDDRDGSVSKELLSHSVAHTKNRLPKSGRRTSERSLAASVKDGSCSNSKSNKRNSSASVSGEEDKSCLI
SLNCLCCGVPLRFPASITKFRCSACQVTVIVKEPEINSNLESSTHISCTLEGLQMVVRRCHDDLQRLKKTGILDKERKGL
IFQPVITYLLDRFHDVSILNRSFLVHDGGKNIKMLNYEVLQRFYSILSNLPTRKPYYSMLCCCNDLLKRITINKGENLQI
LQYRWLLIILNIPTIRTCLIRDRKSKNVFETQQIRAVSYELAKRCIGYLSNLSTKTSQQLIQSLRRTPTDNFSYQVEILN
LYINFQFSRLLSNELSNRTAKNNVKPEDEMRSRLRRHHTTGHEFLSTRPISAQSNDKKGSGFTHPVNNKMKFKFFQYEED
WHIHSTAKLMFIYYVANSRRNGRGALSIQSFYNITLDFIDYKQDFDHWRGVAQKTKMNQLIEEWGNSTTKKCFSFCKYPF
ILSLGIKISIMEYEIRRIMEHEAEQAFLISLDKGKSVDVYFKIKVRRDVISHDSLRCIKEHQGDLLKSLRIEFVNEPGID
AGGLRKEWFFLLTKSLFNPMNGLFIYIKESSRSWFAIDPPNFDKSKGKNSQLELYYLFGVVMGLAIFNSTILDLQFPKAL
YKKLCSEPLSFEDYSELFPETSRNLIKMLNYTEDNFEDVFSLTFETTYRNNNWILNDSKSSKEYVTVELCENGRNVPITQ
SNKHEFVMKWVEFYLEKSIEPQYNKFFSGFKRVFAECNSIKLFNSEELERLVCGDEEQTKFDFKSLRSVTKYVGGFSDDS
RAVCWFWEIIESWDYPLQKKLLQFVTASDRIPATGISTIPFKISLLGSHDSDDLPLAHTCFNEICLWNYSSKKKLELKLL
WAINESEGYGFR*                                                                   
>Scer_SCRT_04010                                                                
MSENNSHNLDEHESHSENSDYMMDTQVEDDYDEDGHVQGEYSYYPDEDEDEHMLSSVGSFEADDGEDDDNDYHHEDDSGL
LYGYHRTQNGSDEDGNEEEDGLERSHDNNEFGSNPLHLPDILETFAQRLEQRRQTSEGLGQHPVGRTLPEILSMIGGRME
RSAESSARNERISKLIENTGNASEDPYIAMESLKELSENILMMNQMVVDRIIPMETLIGNIAAILSDKILREELELQMQA
CRCMYNLFEVCPESISIAVDEHVIPILQGKLVEISYIDLAEQVLETVEYISRVHGRDILKTGQLSIYIQFFDFLTIHAQR
KAIAIVSNACSSIRTDDFKTIVEVLPTLKPIFSNATDQPILTRLVNAMYGICGALHGVEKFETLFSLDLIERIVQLVSIQ
DTPLENKLKCLDILTVLAMSSDVLSRELREKTDIVDMTTRSFQHYSKSPNAGLHETLIYVPNSLLISISRFIVVLFPPED
ERILSADKYTGNSDRGVISNQEKFDSLVQCLIPILVEIYTNAADFDVRRYVLIALLRVVSCINNSTAKAINDQLIKLIGS
ILAQKETASNANGTYSSEAGTLLVGGLSLLDLICKKFSELFFPSIKREGIFDLVKDLSVDFNNIDLKEDGNENISLSDEE
GDLHSSIEECDEGDEEYDYEFTDMEIPDSVKPKKISIHIFRTLSLAYIKNKGVNLVNRVLSQMNVEQEAITEELHQIEGV
VSILENPSTPDKTEEDWKGIWSVLKKCIFHEDFDVSGFEFTSTGLASSITKRITSSTVSHFILAKSFLEVFEDSIDRFLE
ILQSALTRLENFSIVDCGLHDGGGVSSLAKEIKIKLVYDGDASKDNIGTDLSSTIVSVHCIASFTSLNEFLRHRMVRMRF
LNSLIPNLTSSSTEADREEEENCLDHMRKKNFDFFYDNEKVDMESTVFGVIFNTFVRRNRDLKTLWDDTHTIKFCKSLEG
NNRESEAAEEANEGKKLRDFYKKREFAQVDTGSSADILTLLDFLHSCGVKSDSFINSKLSAKLARQLDEPLVVASGALPD
WSLFLTRRFPFLFPFDTRMLFLQCTSFGYGRLIQLWKNKSKGSKDLRNDEALQQLGRITRRKLRISRKTIFATGLKILSK
YGSSPDVLEIEYQEEAGTGLGPTLEFYSVVSKYFARKSLNMWRCNSYSYRSEMDVDTTDDYITTLLFPEPLNPFSNNEKV
IELFGYLGTFVARSLLDNRILDFRFSKVFFELLHRMSTPNGTTVPSDVETCLLMIELVDPLLAKSLKYIVANKDENMTLE
SLSLTFTVPGNDDIELIPGGCNKSLNSSNVEEYIHGVIDQILGMGIEKQLKAFIEGFSKVFSYERMLILFPDELVDIFGR
VEEDWSMATLYTNLNAEHGYTMDSSIIHDFISIVSAFGKHERRLFLQFLTGSPKLPIGGFKSLNPKFTVVLKHAEDGLTA
DEYLPSVMTCANYLKLPKYTSKDIMRSRLCQAIEEGAGAFLLS*                                    
>Scer_SCRT_04602                                                                
MPSSISVKLVAAESLYKRDVFRSPDPFAVLTIDGYQTKSTSAAKKTLNPYWNETFKFDDINENSILTIQVFDQKKFKKKD
QGFLGVVNVRVGDVLGHLDEDTATSSGRPREETITRDLKKSNDGMAVSGRLIVVLSKLPSSSPHSQAPSGHTASSSTNTS
STTRTNGHSTSSTRNHSTSHPSRGTAQAVESTLQSGTTAATNTATTNHRSTNSTSSATRQYSSFEDQYGRLPPGWERRTD
NFGRTYYVDHNTRTTTWKRPTLDQTEAERGNQLNANTELERRQHRGRTLPGGSSDNSSVTVQVGGGSNIPPVNGAAAAAF
AATGGTTSGLGELPSGWEQRFTPEGRAYFVDHNTRTTTWVDPRRQQYIRTYGPTNTTIQQQPVSQLGPLPSGWEMRLTNT



ARVYFVDHNTKTTTWDDPRLPSSLDQNVPQYKRDFRRKVIYFRSQPALRILPGQCHIKVRRKNIFEDAYQEIMRQTPEDL
KKRLMIKFDGEEGLDYGGVSREFFFLLSHEMFNPFYCLFEYSAYDNYTIQINPNSGINPEHLNYFKFIGRVVGLGVFHRR
FLDAFFVGALYKMMLRKKVVLQDMEGVDAEVYNSLNWMLENSIDGVLDLTFSADDERFGEVVTVDLKPDGRNIEVTDGNK
KEYVELYTQWRIVDRVQEQFKAFMDGFNELIPEDLVTVFDERELELLIGGIAEIDIEDWKKHTDYRGYQESDEVIQWFWK
CVSEWDNEQRARLLQFTTGTSRIPVNGFKDLQGSDGPRRFTIEKAGEVQQLPKSHTCFNRVDLPQYVDYDSMKQKLTLAV
EETIGFGQE*                                                                      
>Cneo_XP_572687                                                                 
MLKTYHSNEGQEICKEAERSTSGDDLTIVLKQFQVWRYPRGDLHAWIPVLDRFDNLLAEIIKSYDLTKLQINDFTPKTKD
MLLEILRLQRILMENCTNRKLFNSYDRLADLLLTNDLDVLLATIFVLLRPSQQYAISTPLDPAQRHAILQRLLALSRGWE
SLVHSGLDLTTIASANEVVIPEHLRQVQVHFYPTVQRQEAPSLDKSPVKMLSSGAMETPTRQRPFVFGKAGTPVVRQGGA
ASTSSGPSVVDLGDVSTMEVNFTDQLSALAEKNYIPLEEQFATLNKLRLVILMKDREIRRQLLSVRLFALATYVYLASED
AAQSNLFLYEPELVSQLADLLRSSSDVGEQVTTGTLLALCACAHHQAKMGEVMTSVSANVNHGVLVTFFRHLNDRLVAGE
AVSFELVDATMSFLAFVATSPSHSNMLMGAGILRLLLEMLNTTGDRRENTEIELRLQARDEAASETISEETILSCANNPL
KTILRSIQRLMQASGGTEGLRNLVDSDLPKSLKVIFQNSPKFGSRVYALAINTMATFVHNEPTSLAILQEMQLPQTLYAQ
LEKEVPSSSDVLTAISNAVGAVCLNQSGLEYTVAHPDVINNLVSIVMSTDHAQVFNERENARALGLSLDELSRHHPSLRP
VIIKAVVNLLRQAIDTGAAFEPAIDERPDYIIEEMAQQMVPSLETQPAKTSPSNPTLAAFTRIFRVLGGLLRNPTIVKDF
VDAGGFDLVFTMTDSPCWPIRFGNTQASTSLAHLTKHAIEHCYPQFIDAIVASIRTSLAQCTDVWSETDAHKKWTAVREG
SADAELLGKFKTFHSIFVRLTLFADALYALSVTNSRAATSVIKTFKVQDDPSFITNLGTIHRLCFRYHVLSRSSEPSISE
DPSKEGDNVKESGVRYLSTRSHAILTKFFKCLVRLIYSKRGRDQTHRDQAQALSVCIADILIDHLQPIPDLSANGFSVDG
FALGTVMTMLFDGRGLDGHLNTTLFLAFEEKGGFDATLSASTRIISHMEEVTKKHNEDNDTTQGELDTESVAAIKTVLLV
LNSFASPKALLDSPETHAIQFAAPGQPKPSFTATNFFLKIRLAVFPLAHRIWRASWLLNCPTPVIKIAINCFSTLVEGKH
EESSGPEAISRAIHIVAQPRPVVVTADPTSVDQLVDMGFPRRGAERALIRSRNNITTATDLLLTMPDEFVDDVSGGDNQA
GPNTVLEENNQEIEGESSQSAERELDSHSGAAHTEIGDRESTPRPADEDVKLKEQLQEVRKKYREGMSDRALEIMDQAEA
LVFDLLPCVPSGQAGITFVVDRLSDACINYQSDRDIMISARLRLASVCLRSNDSIVFSDELQARSAEIVHALPLEEVQRP
RWLPALLLFAETVYGLQSFIKKVKLGDSPEEEVTAALVSQLRSEVSRLSTICVTTIRADDSTRDELVAAFRLLALLTRVS
GVGISPSVIADCLQPFKKVSEKLAGCHPFLVLVIRHLLDNESTLVEAMQGEIKNWLSPARNKVADIQHFVRQLRHVALRE
PTCFLRAVKQECALVDPTPPQSVYHIRGKIESKDGPLATGHVDSPLESLGEETQTMMNFLLGELSQAVRASFEKSDNEKL
STEVKNSAEQAYSGLVMSTLTEILGSYVTAKKAFLNGLKQGTFPGALKAKGGISALINDLICCPVLRPDVSTTPVAGSDP
LSLQRLAISSRSTAMVVALCSDVVLVGDKKDVPEDIVSIRRTVLDALAKAIRDTSAVLDNNARYGRLWALGELVYRLLMA
RPHTSPRQVNNTGLHMAKTMLEKNFVGILTNALGEIDLNYPDIRNVSKLSVKWGKANKNQREEVGQHQSEEGNDSSNPSH
SDSESDVDMLEDEQSAPDLYRNSALGMIGGELGDEDEDDDMDDEDEEDDMADDLDDDAGDSDEDGEMEQEVILGSADEDG
EVWDGDSDGQDSYGTDDEDDLEEEGIHAEGIFDDDVDDPEMDDFDDEEAYDETAFMEPFQDIMSPEAAGPWGWNQPAGRE
TVRSSGFTRADGQFMADEDLLGGPLASNTRNLTEHPLLTNQASSSHIHSSRLSDILYAIENMRGTDTIQMLENFVANRQH
NVMGSNQLAFSRNHDGSMSVSINGRVYTVGGQSRNVTSPNVAAEFVPMTTSQRWQEELNMLPMSRNEASSRLVVHIVNHL
LPEARRQAAEKEVMDKEAEADRKTSATSAEKIEENGNAIDEEGVGNDDHDWQEDDEDVNMDDSDFDSHVSADEDVVTEEG
GADRGPRTLVSIRGRDVDITDTGIDLEFLQALPDEMRADVVEQHMREQRRHQRPVSSNIPEIASQINTEFLNALPPDIRA
EVIMQEEMENARRDQPPPPPSIQTGRTSGHFFTAIANELRVLQQNPLGVASSSGAVHATGDAPSTFNPRHREAIQLLEKP
GIAVLVRLLFYPHAFKKSYLFRVLVNLCENSNTRNDLLDLLISVVHDGSGDLPAVDRSFQQMSLRGASVSTPKATPKSKT
VDTPSTVIPPGLFSGLQNEHVPTFIAQRCFEALAYIVNSNTNAASYFLTEHEQTAGLRKHTSKKGKGKEKILPQTKFPIV
VLLGLLDRPLLAKTPGMMETVTALLLTITKPLADRKSEENGQAVATDKDTDSSAKPPTIQSSQEASAGPEHVVGKQTSPS
IPPSVLKLIVNCLTAGECTSRTFSQTLGAMQNLACLPESKDIILQELCARCQELGAAAHEQLQELAAALNDEDSDVGSLT
LVKFSPPTSTQAQLLRLLKTIDYLHLNKVDPDPPADTMTAEEEAVTKVFQSFNFEGLWDQLGQCLSIVEARGSTEQLATV
LLPLVEALMVVSKYRTRFSREIRSPSIAPATSEGVDFFVSFTTAHRKVLNTIVRNNPSLLSGSFSLLIRNPRVLEFDNKR
TWFFQKLKRKKSSAIPSGTLHLNIRRQYVFEDSFLALQRWNGEELKYGKLSVKFRHEDGVDVGGVTREWYSVLAQQIFDP
NFALFEPCAADQQTYQPNKTSWINDVHLSYFKFVGRVIGGRLLDAYFNRAFYKQILGRTVDMRDLESIDPEYHKSLQWML
DNDITGVIDQEFTIEDDQFGEKKTVELKENGANIPVTEGNKEEYVRLVVSYRLDNSIRDQIKSFLEGFYDIIPQELIQIF
EPDQLELLISGITTVDVDELKNATQLNGWKATDPEVAWFWRALRSFSQEERSRFLMFVTSSSRVPLGGFSQLQGSSGTQP
LQLQKLHGKEGGLPQASTCFNLLLLPTYASYEQLRERLQFAITETGGFGKA                             
>Cneo_XP_572216                                                                 
MVAFTATGNRNLTRKIRVTIVAADSLIKRDILRLPDPFAIVSVDSEQIHTTSVIKRTLNPYWNENFDIDVKDSSIVAVQI
FDQRKFKRKQDQGFLGVINIKVSDVIDLELGGQEMLTKELKKGSDGQAVQGKLIVYLSTQTNAPISNNPAASSSTNVATP
APAASALASNNAAGQSISRPASAIQPAQGAEASVPTSADAIASAVPQPAAQAVGVSSSGAPNVNPTIQAASTGQTGTSTN
VGHEFDSHSDQYGPLPVGWERRIDHLGRQYYVDHNTRTTTWNRPSDNELSNSATQATSTGEARARHNQRTLPDEMLDVQQ
SGANSGGATTPTTGSAQANPVNASNATTAGQGPLPSGWEQRFTPEGRPYFVDHNTRTTTWVDPRRQQLLRFIAPGQQGNL
SVQPQTVSQLGPLPSGWEMRLTSTARVYFVDHNTKTTTWDDPRLPSSLDQNVPQYKRDFRRKLIYFRSQPALRSNTGQCH
MKVSRDNIFEGSYTEIMRQTPNDLKKRLMIKFEGEDGLDYGGLSREFFFLLSHEMFNPFYCLFEYSAHDNYTLQINPNSG
VNPEHLNYFKFIGRVVGLGIFHRRFLDAYFIVSFYKMILGKKIALQDLESVDAGLFRGLTWMLENDITGVIEDTFSITEE
HFGEVVTVDLKPGGRDVEVTEDNKKDYVDLVTEYRISKRVSEQFQAFMSGFNELIPQELINVFDERELELLIGGMSEIDV
DDWQKHTDYRGYNPSDEVVEWFWKIVKNWPAEKKSRLLQFTTGTSRIPVNGFKDLQGSDGPRRFTIEKAGEVTQLPKSHT
CFNRIDLPAYKSYEALEQKLTIAVEETVGFGQE                                               
>Cneo_XP_570576                                                                 
MHNQGLPSYPEWIKVGPVNVTIATATTTFQFIDTWPRNRSQRQKARYSAVILRGDTSNEKAKAPITHQRSAARHLVSDEY



DDEDDSLWIDEPEGDVTVAEESDMADDYDHEEDDEDDEDGDGDENGDNDGPGGGFGNSAYDRLARLASESGVNLDDATAA
LFGSGFRAFGGVSSGLSNRLRRLKKKLHSKRIATRLAALRECSELLLVSNEDTLGGTFSPTSFATEFVAILDGRPNIEEG
ESDEEESVYDDMDEDAQLAAALALSSGDAPGTDGEEDEMECQLVACRCLAHLMEALPGCGHALVQIGAVPILCSKLTEIS
YIELAEQTLSTLEKISAEYPSAVVREGGLGALLNFLPFFSTNVQRTAVTAAANCCRNISSEHFSKIKEVFPILRDTLSSG
DPRLVEQATLAIVRTTESYRHNADHLEGLLDVPTVSAINALLLPSGGSPLITPSTYTHLLKALTTSARGSAKVSIALLEA
GMVNSIYQILTGVLPSSSEEGEHGDSSNAQGLAGSITDMAVLQNLSHRPKEQVEEALALICELLPPVPKDGVFDAKAYSE
KNLQRVKKGRKSDSPSDRPRRSSRVAEASSSTNTAGPSTPVALNKDSSDRSPSDLISALQANREAAAQRARKDAETQMQL
RCDLCQSNTELIGQFIKTVLPVLVDVYAASVVLRVRTKVLVGLVKAVSFAPEEQLNVTLKYVPMASFLCAIISSKDNDAF
VLHALQIVELLVTKLPDIYQVSFLREGVVYEIEALANSETKKEKAAKEATKNKAGEVDNADSRPATPSNPPGASEIPGDL
RSLLTLSGVSNQILFGQTSGQSTPRKSSSHLDPHDANIIRARMLMAKKIFDTGGDNQKAASKVLANISDLVKRLCEPGAS
EADLREALRETASQFSSVEQSLSSFELLQSGLVDGLLDFVKIQGQVSPADRQAMLFDIFSDKSFSNPNPLTILVKRLHES
LGRLESFDVETAFGGGSDPSRPSTSSVHRTMRIRLVADEGEDIPKNVSQLVITIQAIASIKSVHDYLRPRIADGNFGSGF
SQMFAAYAAGRSGGAPGSSTSRLLNALAGNPGSGASPGSHAAAPSVPARASSNAESGPSGGRSPQRRRSARLNPPGDAES
AADEAPTAAARVTSPSSSTLLSPTTLTTSERRPILPAMSMGMDFDDEEDYSEDEYDAPVIDQVMEEDLAATGPSESVVNM
DVTADGSRVEAKTPQGTRIATPQQNIPVTGPSTATFSRIAPSRSSSYAGALKTEPTDWHLEFFLNGEKLDIHDTIYGAIY
KHKHATGLSGVNDFVTTPVIKFRKVEGPLPTKETVAERSSTTASSPLPSTFEPSVSSTSKILHLLRVVHDLSIDGRDNLG
DVKGSLDENLFVNNKLTAKLTRQLEEILIIASNCLPTWAIDLPKHFSFLFPFDTRYNFLQLTSFGFPRLLLKVQQSSRSR
DDMPNIANLLRRKVRISRTQLLESCAKVMEMYATFPGTLEVEYFDEIGTGLGPTLEFYALASKEFARRNLHVWRDEDPSI
AGNYVHHPHGLFPSPLPRASAELVASRLKWFKTLGQFIGRSMLDSRIIDISFNKVFLKLLLDKPIKKNLSTLRAVDPSLA
RSLERLQGYYCVRKEIEALPIPASSRRTKLAALTVGDAKLADLALDFTLPGYDIELKPGGAHIEVDDSNLGEYLEKVLDW
TLGSGVAEQVKAFQDGFSSIFPIKSIKIFSLDELYLLFGNADEDWSRETLEVAIKADHGYNQDSRAVQNLIEVMSSYNKE
QRRQFLQFMTGAPKLPIGGFRGLTPPFTVVRKPHEPPYKADDYLPSVMTCALYLKMPDYSSKEVLAAQFERAMRDGRGSF
LLS                                                                             
>Cneo_XP_567334                                                                 
MFDPAFLLSNSKSNNVNLSTSTSTSSSDLLSSVRAERLAREEKRHQELAAIEIQKVWRGRKVARDFRERILDDLERSLGI
EGGLNVEKGGREMVVLLRDAKNKKDTDRKQIVSANWCDLGLQVKDGRPNLVEPLNRDPGWGRILGLLSIRLLHVVDCNPT
TVHVPSILSGLEAIADPSSYTGFPAQLADTARYEWLEAILNNQWVDKLVSILSKLISASLPKKKHPSISPIIRLLASPLS
AASPSQLAPVLAPMVNQLFAIPNLPSSLPLQALTYLSANFHIFDIVIPFASQNPQILTEGRLSDELGKTYFLANLVTFGI
SGQLLSRSGIHGAAAWMSVVGAVLSQMHDGWGKWIEGSTQDEDVIMEPIVEDSDDEIPDDTVVMPSRKPPRPRRIPLPLT
ICSKLVLLSTASHISILTQYILSLPRGAPATLLIDFSSFFLGMLSAYRGSPKWEAVLDSLVDGKRGLALLKSIWREGVRG
KWEGTEDRSAWEQFSDNPVAPCLLLLTHMYCHYLLLTPDDEFFSPDRNPFNTDEVLQLAAIWRDLAYWGYISGVSSPGGA
PNGKGRDRRGNEEARALFTKGVTRVVERNARRQFARSDFWVMKTQMDMQGFVEAAVSFAADEGFISYEDAELSGLNDEER
DVTSDTLPRWARARHRYSKRQMAYISPRLGLLNNLPMAVPFETRVQVFQMFIEADKAKLGIEYHGRMFRSSAKIRRDHVA
QDGFDELSNLGPALKGRVDITFVDQYGITEAGIDGGGLYKEFLTILSKEVFDSNRGLWLVTDQNELYPNPHSYASESHNL
SWYRFIGQVLGKAIYDGILVDVTFAAFFLAKWLGRQSYLDDLASLDKDLYKGLIILKNDPKPEDMALTFSTTIEEFGVQR
QIDLVPGGSDIPVTAENRHEYIQHVCKYKLDKQIAAQSKAFFIGLSDLLDAKWLRMFDQQELQQLIGGEEKPIDLKDLKA
HCNFDGFPNDVTPALFWKVVQGFTEEQKRALLRFVTSCSRPPLLGFSQLNPQFGVRFNGGDMDRLPSASACFNLLKLPGY
TTEATLRAKLLQAINSGAGFDMS                                                         
>Ccin_CC1G_01887                                                                
MKIVHKSKKPVPPVAEFIKRTLKASNEELTAILSEVDVWKWPRSDLNAWIKVLNKFDAVLEEIIAEYDLDKLQLKTFSPS
TKRLVSEILRFKRLLMENSTNRKTYNSYDRLNSLLFTSDLDILLLTLNLLLRPAQQYSAQPAVSHALSLSSGRLQSLAKK
WPHVREYGAGLVDLVSPKGDAEVESLPVEAREVNMTFYRTDGGEKTDQEPQSSTPAVPETPRKGAAPFPSSEAVNVHIDE
REVLAKPAMEVLADAVKTYKVPDKEKFEILCRIRTAAALDKGRREDREKLLTARLLAIAIYCHTHAESRASSTLFVYEPD
LIIHIAELLQVDNGVPVGVQTAAIAALDALARYRNKLQEVLTAVNAAINHGILMGLFRKTVNDLPHADSTIPQSFVDALL
GFLTYIVSHQSGSSMVVGAGLVPLLIQLIENRSPTRLTTTSKTMQLLDNVLYSAPTGFHLFTTARGLDTLVERIEYEVDY
DIQTYGDPKTVSSAEDVDIPIARIAVLKHMLRSMHRMMQSAGTAEGLRNLINMSLLKTVKKIIEYRGLFGPTILPFAINI
MTTFVHNEPTSLTIIQEAGLPEAFYNTIEAGIEPAIEVIQAIPNAIGALCLNEVGQAQLAKRPSIIPAVFSLFTSERHLK
VLNDKENAVLIGTAIDELIRHHPSLKAPVFSALKSALSRIEELGLEYVVPSNLTQWYQLRPVPSESASTGDAAMDIDEPT
ETKESSPEATEDDTVAEDENSKSHDSIIVSYLDVIGRFLEGLFQHTPHCRDFISITDGLNRLGRMTSLPCLPYDFANSVA
SDSMVQVMRTLAEVATNDTIQHLSKLVKESLDETADFWKTPSHESKLISLIDLADKDTAAANAKFRSLVTLHIRITLLSD
VFSTTGYAHGRAAIGLLQTLMNNTSPDVIADLGTLHRASIWENIVFNAGLAAKNIDLASAPGGTQLEGGPEPLDLDTLDP
EDTAPPAPASTTNGVQQLEQPAAAATTTTSSSSSPTPQPEPRVANAAAIKHITHGLPNILAPFFQAMVKTFHARRNPDSA
QRKQIQESSKIVADIMLKHLQYDVGTDRTSSFAYYTVVLGLFSLLLIEERPTSTILHTIQLYAFYRIDGLDALFSTTKLF
TDRIAEITNKPEDFRDDQDKKELVQAYGGLKVVLHLLQPTITAKYVVESGQSHLIVTRDKKDTDPDYFEPHHFLVKLRVA
ALPLLTSLWQSGWLLQAPVAVTRAVVRALLEVMKGEGEESKGDTPIIDAERALIRAGNNVNAATELLISHPFPLPPDPEP
EPATPAAEGSGEASGSQGTPAEGQAAETTSTEAPAEDTDTMAAEPTEPAPSNNARQEPTGESVAEEQPSAEHRPPTRTTE
EWRTILNQGRDALGSSLSRHGLTLIDEHQQLLFDLYPAFTKASPRQKEAIQQLVEDVKDFSPHAYDVQEQPMANRCRLLA
LILTDSPSAFDDDLRNTLMDNLLALLSSIAVENPPKWLAGHLLVIESLFILSDEPRAISIPREGEPIEPQPIAVGPCRQA
AKQVVFKLCLRLLTLEELQSDELLSVLRLLVLFTRNREMADSLLQADALAQMFKRLKSSPVSGGSSYIATILRHLVEDSS
TVKNIMQQNIKRYFSHPRTRVVEAGTYVKNCSSMALRDPELFIEATKSLCQLNQPYAIANHITLQPDRDSSKAAKEGEGS
EMQVDNVASPPTPAIAPASIHVAESTVHLLITELISCVKDLNETPHPVEKPTAAPTSSDAAGLSPTDAPMQAASTTQSST
EKKSPSQEEIQDKYQYVFFVMQCLSELLLSYDSCKLAFLSYSPKKKLQTPAKEPGNRFRSGTLHFILNELLTFGTINLQQ



ADNKLRNKIMLCSWATNMMIALCADTAAPNPSKDVSADLASVRKYVLEALGRAIKDLPSDDNLNSKYGRLLALSDLCNRL
LTVRFDNMPPQRKPAETLTHIAKVMLEKNFVATLTASLSDVDLNYPHVRSLVTAILKPLQYLTKVAIKMSHSGKRHDKDD
DSVMASSSSDEEEGFEEPREETPDLYRNSSLGMYTGEMDDGRYPQDEEMDEDAVDTDEDVDMEFGDETGSEDTSNTDDDD
DEDEGDEEEEDEEDEDDEMEDEEQTSEWEEVEDDDEALVENEGEGEEDVGDASIVDEEEEIVDDDDEEPEGELAWEDAGE
DRQGLEAIGDEFDEEEETGVPVQIIHEEDEGDMESDEGPLLDNGFFNMIPNFEQLMNAGHAGGFIVQRRHRGNLDEHVHL
FGRPRNGPSSSPEAIVHPLLLNTSSHTRSLPGQSRSSRQAQRIIAAGTGAADLLQTLDGMIGPGGFQLVQQVMAPGSRGW
QEAFRLDVPGFMNLDRGGMPPRRHGIFSTAIRVERAPPPSGHRHGREFEPLVTIQRWTEEAKILHGEFVAERVAKLVNHV
ILTLLPEAIEAAKKAKLLKEEEAARLGKEKEEKAKAEEAAKKAEEESAQKEAAMEAEPTRTPDPSPSIHADAPAPSAEAT
AQATTEAPSESTQDRPAADQPMSEEPRTDGDTEMVDVQTSEPAPEPSAAGTSTETTQPAEPAASTSAPVQRVTVMIHGNP
VDITDTGIDPDFLEALPDDMREEVLNQHVRDQRAAQVERPADSQISNEFLDALPPEIRAEILQQEAIERARRQAEEAAPS
RGPTEIDPASFIASLDPTLRQAVLMEQDDGFLATLPSHMIAEAEAYRDDLRPRRRLHRAAPPRSGPPGAQAQQSKPKAQH
DAIQLLDKGGVAVLVRLLFFPKALRKSFLFRIFVNLCQNSKTRTELFNFLLSILQDGTGDLAAVDKSFAQMSVRSSKPQT
PKSVSKQKPSPDYLAALSLPASQIEAFPDLVAKKCLDALTYIVTANPHASLFFLTEHELPAGLRKAPSKKGKGKEKQAPQ
SHYPIVLLLGLLDRKALLRTPAIMDSVVNLLASVTKPLTELKDRSESADASAPKDAQVEVAPATQQDSSPTQPTETSAPS
STTAPSSTPAATSEGPRPETSTAQQQSTAEPKIETVEEKVLLANPPQIPHAVLRLIVNILTVGECPAKTFQQSMNLIQHL
SYISDARDVIAQELRTKAQEFGRVLIADLEQLMQTLQSENTDAMTSCISTKFSPASSTQAKLLRVLKTIEHMYSPKSSSA
TDEKKREQDIEKVQNIYESFNFSGLWRKLGDCLGLVGAKPETEHIATVLLPLIESLMVVCQHVGTKAGQSTTTTRAARGS
MSPRAPTSAREAMEELFISFTDNHRKLLNLMVRNNPSLMSGSFSLLVNNPRVLDFDNKRNYFNQQLHKRPSDGREHRHTL
QLNVRRARVFEDSFQHLQRKTGDQIKYGKLNVRFYDEEGVDAGGVTREWFQILARQMFDPNNALFQPCAADKQTYQPNKN
SWVNPEHLSFFKFVGRVIGKAIFDGRLLDAYFARSLYRQLLGKPVDYKDVEWVDPEYYKSLCWILENDPTVLDLTFSVEA
DEFGVNRVIPLKEGGDQIPVTQENKREFVQLSAQYRLYSSIKEQIENLSAGFYEIVPKDLITIFNEQELELLISGTPDID
VDEWRAATDYVGYTSSDPNIVWWWRALKSFNRDERAKVLSFATGTSRVPLNGFTDLQGVQGVQRFSIHRAYGENDRLPQA
HTCFNQIDLPQYSSYEMLRQQLLLAINEGGEGFAFS*                                           
>Ccin_CC1G_03837                                                                
MSVPPSASRTKKIRITVVAADGLSKRDVFRLPDPFAVITVDAEQTHTTSVIKKTLNPYWNESFDITVQDSSIVAVQIFDQ
RKFKRKDQGFLGVVNVRVADVLDLELGGHEMLTLDLKRSNDNLIVHGKLIIYLSTNVTQPITNPGPSQVSSLSTALADMG
ISNSPAASSANLPGTQSVASGSSLSRAQSATATPATETTTHSESLPNSSTASTAPSTAEEQSQTQPTSSSATTTTANSTT
TQAATTTPTAATTASATNPAQSSSNPQSAAQANSTARANFNPNVDQFGPLPAGWERRLDPLGRTYYVDHNTRTTTWNRPS
ASAAVNTSTQDSETNAARDQHSRRLLADDLLEASNPGYRGSSTPAGASGAATPAVGALPTSTATVAGSGSLPHGWEERYT
PEGRPYYVDHNTRTTTWVDPRRQQIIRVMGPNGQGSQLQPQAISQLGPLPSGWEMRLTSTARVYFVDHNTKTTTWDDPRL
PSSLDANVPQYKRDFRRKLIYFRSQPAMRAQPGNCQIKIRRNHIFEDSYAEIMRQTPNDLKKRLMIKFDGEDGLDYGGLS
REFFFLLSHEMFNPFYCLFEYSAHDNYTLQINPASGVNPEHLNYFKFIGRCLGLGIFHRRFLDAYFIVSFYKMILRKKVT
LSDLESVDAELHRGLTWMLENDITDIIDETFTTVEERFGEMVTIDLKPGGSEVQVTEENKKEYVDCVVEYRISKRVKEQF
EAFMSGFSELIPQDLITVFDERELELLIGGMSEIDVDDWTKFTDYRGYEVTDEVIQWFWKCVRSWPPERKSRLLQFATGT
SRIPVNGFKDLQGSDGPRRFTIEKSGDPTMLPKSHTCFNRIDLPPYKDYATLEQKLTLAVEETVGFGQE*          
>Ccin_CC1G_07156                                                                
MALASSSRFVKSLALDVDSHILLRTLRLAAETEHTLRFKLFNASGLAKRELLSLPDPFAVLTVDGEQTSTTNIVRRTLSP
VWNEQFDVTVRPSSMIAVQIFDHRKFRKRDQGFLGVINISAAEAINIATNSAGVVLNKELTMSSNNLPVYGKISFSIAYA
NGPPMQSQSHTATPQPNQYQQQPAPAMQQQPEHVQQPTVPQIPNPAPMQRPHTASEDSNRQAFGPHPGPSLHHSASHTHL
NASANAPSRMEMPVPRPVSTSAVPQRLTDDEQGNPLPAGWERRLDPQGRTYYVDHNTRTTHWHRPNQYGQVPATRPQSQQ
PTQGPSRNQSVVATPVATTPAGQTQNAFPDIPLPLGWEERRTPEGRPYFVDHHTRTTTWNDPRVNRQNQTVVPRQSINVN
LGPLPSGWEMRLTSTGRVYFVDHNTRTTSWDDPRLPTNVDDNAPQYKRDYRRKVVYFRSQPKMRVLPGKCEIKVRRNRVM
EDSYSAIMAQTGEDLKRRLMVSFDGEDGLDYGGVSREWFFLLSHEIFNPSYGLFEYSTHDNYTLQINPASGINPDHLSYF
KFIGRVVGLAIFHRRFLDAYFVPSFYKMILGKPMTLNDLEAVNAELHRSLKWMLENDITDVLYETFSLTEERFGEMVTIE
LKPGGEDIPVTEENKKEYVDLVVEYRISRRIKEQFDAFMDGLLELIPRDLINVFDERELELLIGGMSEIDMDDWSKFTDY
RGYEKTDQVIEWFWQCIRSWPAEKKARLLQFTTGTSRVPVNGFKDLQGSDGPRRFTIEKSGDPSGLPRSHTCFNRLDLPP
YEDYESLEQKLSFAIEETEGFGQE*                                                       
>Ccin_CC1G_12119                                                                
MLPFYDEERKRRINLGGTSRSTTSSSILDQVRIQRLQREEQKKQQDAALSIQAWWRGHREWRRVKTELRGAWELDPFGIT
GLRCLVLLGNDEETLGRWSERMGQVGMEQIFALAKTEHAGSWLVLVRKAALRLLQSVSISPLSPHAENHLNLLTTLLSTK
IAARHLDSSGDEAVRQTLGYLLQHDYYTHLGEAIKRIPLEVKKSPALSSLVSLTSVPLTTWPSGSPEHAYALSRFLARIL
SIPLLPNRISIQDLPLFLSRIPLANLHALAPHTRYIVDNTSIEEKIHLVSNTSMFFTPHYAKFTNESMGWYLRFMASVFN
ELPVSAFDASKQKTNATGDKKKKGGETAWTQTPYDSDSDDERGGVIKVQVVSSFTTPPPPTSVPPLDTKTLTRLQKLPSQ
SHIEALLNLARRSQKVQDAFILYVLALNAVWPEHRERVLTSILALTEGNLIKTLYKGDVRSSPLGKEERSAALFDPKNAD
RWPPLLFLAELYAQALVTMGDDEFFSSSPSSSYTTTSSSLSSSSLSSSSHHHSLSSGPSSLASSSSTTTTTAVRNPLTLD
ELIAFTRQLLNIAFTLFWTDDQSSMQVGSVGGLGGRYTWEVVRERVTRCLVSVHARDSRKPFIPPDGWLVTSNLDMKTFV
EAAILEETQLSDPDSASSIALTQPSSSSRTSRTSRNRNLTKRSIALLSPCLGVLNNIPFSIPFEIRVSIFRHFVLNDMMK
VSGGAMDRFGGGWGWHDKTRIRVRRGRVAQDGFDRLSEVDLKKPVEITFVDQWGQEEAGIDGGGVFKEFFTDLCKEVFDT
DRGLWLANKKNELYPNPHSYATEQHSLNWYRFIGRVLGKAMYEGILVDVAFASFFLARVPWDLVGRRVSVLRRRLILPPS
IASFCFLRFDANALSLHQWLGKQSFLDDLASLDPELYKGLIFLKHYKGNPEDLALNFTIAVDELGVTKDVELVPGGSNIT
VTKANRLDYITLVSHYRLKKQIKKQSDAFFDGLSDMIDPRWLRMFNQQEVQILIGGVNSPIDLDDLRQHTNYGGLYDDRH
PVIVAFWKVVNSFDQEQRRALLRFVTSCSRPPLLGFKELVPHFSIRDAGTDELRLPTSTFVRHFLMFDASFRISHSHRAL



SSPPALTRCSIVDRTCPILSLSPSVWVIQLPMYPNERIMKEKILHSIMSNSGFDLS*                       
>Ccin_CC1G_14872                                                                
MDLEPIHSTEATSSRISTTQLPEQDTSLPTNPDTRTLRSSTRSQAAKQKASAKGKGKERASTLAEQEQPTTVSDDTPVSR
NTRAATSSAKGKRTKDSSAAKGKAKEIQSEDAPRSSAKRPRRNIASSSAALTINEPSTSTKGKKRATQEADNDDIAEPST
KRPKTTAHSRRSGPPATHTDMAPRKTRASTSARNKAALKSKIAAASSSRLENEDVEMLDADYQMQEDSDVEEPGLDLDEA
KGEGAKDEDKRDANECHDDDGLDNEDSDDGDEDGPHNTGLGTSSGGPPQPSHSGFAGLDETAAMALFGDYRQFGSYMVSL
SSRLKNMLNNIKPTADPTTRLLTLQELSELLSISTEETLAGSFPVDSFVRELVKILGGKGADEDDDGDDDEDVEQDEDAA
LAAALAMSGGNQYQGDENPEAQVLACRCLANLMEALPGVAHTVVYHGAVPVLCSKLIEISYIDLAEQTLSTMEKISEEFP
SAIVREGGLAALLNYLDFFSIAVQRTALQAAANCCRSVSAEHFTMIREVWPIIRNCLSYSDQRLVEFACLCVIRVIDSYH
RSSVDNLEALVDAPLIKAVNHLLLPAGGSPIIASNTFTLLLRALATSARASPKITVALLEADIVDTLYQILTGVLPSAVT
NGSEQGDGVGGQGLGGGLADMTVMENLAHRPKDQVEEALSLISELLPPLPKDGVFDHKAYTEKSLARMVKAKAKAERAAA
RQATQAASTTSSTPEPNAMAVDNAPSPGPASTAGDATPQEADEAASTPPQPALSRTEILRSKSAVVDRFMQLLIPILVDV
YAASVATAVRVKTLNGLLKAVSFLDGEGIKTVLKFVPIATFASSILSSRDHPSFVIAALQLVELLLSKAPAFYRPAFRRE
GVFHEVESLAERQLIVSKSKEKEKDKEKDREGEPSTEPPNPLSSSSLHGLKKLSSLSLDPEDAITLRARVLKFKHMSEEQ
NHSEEDSFDRLRTLVDRFSSPTASEDELSEALWELAQLFSSPHSPISSFELLQSGIVDGLLRLATDEGRMVGIKKRKELL
LDAFTGKKSKALPNTQNPFATLVKKLQESLTRMESFEVITVSQNIDESKRSSPSLLARQLRLRLVADTDGDVPRTLNNIV
VSIHAIATFQALHDYLRPRVAGLLGGSSRLSSMFAALAASGYPTPFSRGPEASTSSAGAAASSSTQEQSTSTVTRRRSQR
LSAKNNTESTAETNAPSTSAAATEEAPPSTGAALPPPSAVESAHSDPMLDPDFHDDFSDDDVDAEVYDDDVDDPDNSVAD
KTITLNINEDGSKVEAQTPDGTRVATPSGSSKDAGSASSSKAASGSRGSYAAALKSKPTDWHLQFSMDDQVLPLDLTIYG
AIHQHEMRKKTGALPLHMIWQSIYTIKFKKVPGPPPTPESRSDHSDVGQKRSPSPSLSSLPEDAAPTKILRLLRVLSQLN
TLEAERSGHDADKRTLADSAFVNNKLSAKLTRQLEEPMIVASSCLPDWAVDLPQHFPFLFPFATRYNFLQSTSFGYARLI
LKWQSQQNRGGSDSSRRDEGIGFLGRLQRQKVRISRKHILESAVKVFELYGSSSSVLEVEYFEEVGTGLGPTLEFYSLVS
KEFARKDLKIWRDNDASGPGSYVSHPHGLYPAPISREDIISDGGQKRTHILRVIGQFVAKAMLDSRIIDLSFSKVFLKIV
LGEEVPITIASLKLVDPSLAKSLSQLQAIASEPTEPPTDPLQRKIAEIEKVNIEDLALDFTIPGYDIELRPGGRDIPVTS
ANVYDYIDEVLDAILGKGIQVQAKAFREGFSKVFPIDDLRAFTADELVMLFGNTEEDWCIETLSESIKADHGFNVDSRSI
RYLLEIMAEFDVPTRRAYLQFITGSPKLPIGGFKGLNPPLTVVRKPHEAPLTADDYLPSVMTCVNYLKLPEYSSKEVMRE
KLCIAIQEGVGSFHLS*                                                               
>Umay_XP_756563                                                                 
MSFHFTGAGRARAPVTLGGTSTLSADPAGSARAQRLEREQQRRKQVASVRIQSQTRRILQSRQVRSQWQHQAQQLLEHVE
AEPSALPELILGTRTLLLSLGPASRKMDESDSRLFQSWLRLVSKPTDGKHLVFLPFQNAHQIHTLADSWPSLLRLACKHA
LRFLATTAASRGSSASAATFPSSLDMEILAFLGLITGVNAQSPANSISSAKHDQTLADSLLSLLLDLGLHRTLRNHIISF
TVQQKTTATSLSSAVSLSLAPIHSFKLAYTSSAAKVAQAATQDDAMDIDKDVQRRQSDSSALGQRALHFFAIDIMTIPAL
RKRLPLNAVTELAKHLPFTDLLDWITIFEPKHVRSDQVDHACPASSSAAEAAQALSQPYLLSNLLAFGSQRISFIKDGAS
LAKYLQALTNAQDWLPSSVFEAPPGNAGALPATSAPGTFSCSSNDRKAARSDALETYERLRILISDDHLTQILAISKRFP
TSTRAPLFAFICSALSAWPTEKQDHVLNRLLYSGAEMQAANQAAKQARSIGPSGTGLIREFWRGYVRGSALARNLASAHD
NTKAREILASLSRPDTGKEWPALVLVLEMLSKVLLTLGDDEFFSTVDENFGGGARSNVAWLSRDEILSISGLLRNVAFAM
YWYEGKSRLVNLDGGDMGGIKVQGYTPRVPGMRMTLLSLRTLVTTLLKQLHSRDSRHRFAPTDHWLMVSHLDLNDFMRTV
VLEEEQLSSEQQQQQQDEGSAGPAATTTDSLHSTASSAAPMIEDSSGDEASNDEDDDRRSRQPLARLQQLRAQGGARNRH
LTALNLAFLSPRLGILNNVPFMIPFDVRVQIFRQFVNIDAVKNGIYADRYQRRRAVKIRRDHVAQDGFVSLFPLGAELKK
PLEIIFVDQFGQPEAGIDGGGLFKEFLTSLVREAFDTNRGLWKATDAQELYPNPHTYATSSDQLEWYEFLGRVIGKALYE
GILVDAKFAGFFLSKMLGKQSYLDDLGSIDSLDKELYKGLISLKNYQGNVEDLSLNFTVTDEEFGVSMTRELVPGGANIP
VTNLNRMEYIFRISHYRLSTQIQHQCTAFFNGLADIVNPRWLRNFNREELSILISGTEDPVDIDDLRKHTVLGGYHEADL
TVQHFWKVLEGFDQRMRKAFLKFVTSSPNPPLLGFSQLNPLFAIRKAGDDTSRLPTASTCVNMLKLPDYADEQTCEDKLR
LSFPFHITADTMAAASSSARFVIQQTSGACVRSASNSAVVAHRCFSTNAHPLHTRLIPEAISRTRLAQTTGFFRHVSSSS
SRKSKDADQEKDRWSRHRSQYNYDPFSLLPEAKHYTYPLVTAQELATSRTKVTGPGGRPREVRMLARDFIHDSLYNPEYG
YFTKQAVLLPDPPAASEAQETQAEAFREVAGQLYKEEMGLLRPANPGFDFNSIKNESEFMRLVEERYQLFEEQISILVQE
RKDTLTAKAKSQEFEQSLGKERRERAAKRASASTKASRAAAEYSAAGLEEAQRRGRAMRQSEGVQESDVQAMAAKQVWHT
PTQIFQPYYAHAIARYLVAEYKLHNYPYDDLVVYELGAGSGALARGILDYLEQNEPEIYTRTRYKIVEISARLAAEQRRK
LGGHVERSEVVNQDILTWNRGVVQEPCFVIALEVFDNLAHDVVRFSTKDLTPYQAVVSIDDTGDMHELWEPLSDALIQQY
LSIIGSSLSPLSASSGVLRLLPDRLRRAVATHAPFFPNLTPPMFVPTNALRLLQQLKRNFPHHRLIMSDFDSLPDSLQGI
NAPVVQTRFNGSMIPVTTYLVLQGYFDIFFPTNFDHLRNVYRYIFNRHPTPGIRQHFFSSSHLFSSPLHSSTTNTDRNLK
ILSHSDFLLRYAHTHALQLKDGTNPLLSWYANASWFLS                                          
>Umay_XP_760665                                                                 
MPVDRSSPTKSSSPSKARSSTRIRATPTSAPSNSQKSPSATAIGAAATDAPTIGSASASSAVASSTLRRSQRLSTATTNA
DDLSDARSESSFSFNSQLSAPVTPATAISAFASYPPSTSRKFIASSPGRSPTSPSSTLAPPHSTPSRVGAGVSASTSSSL
NFAPRPIPAKKRNGKGKGKEKAVTDPSPAPIALSSSPSVSASAKGKRKTSSAPQSATLSALTGESSSKRQKTIPKPTGSS
NLSSSSASTSPYSLRSRHKTSTTDASLACIPTMTGANSNASDARSLARASSAKPKTSAPKSKRASASSSTRATRSTQPLE
CSDASGSLGADEDDDVHMSELGGVHGADASKSHTNAPTGIVEQSSDDNVKNNAADLHIDDEHLNDLEHDEDEDHDENDED
DRDDDDEDDHDDQDQDHDGHLLRSSRAAAVLGTFDDEDEDDDDADADADGDVDGDHPDHAGGVFGLNLRAMAGYMSGLST
KFRSLLSSLRNDMNATTQMVALQELSELLSVSTEDTLAGYFPTDSFVKELVYILGGPKPERNDVGGKSAKIRSVDDDLDD
EMKAVLAAAAAAADIEDNGEKMLLACRCLANLIEAMPYAAHSVVASGAIPVLNAKLMEITFIDLAEQVLQTLEKISQDYP
SSIVKEGGLSAILQYLDFFNIHIQRTAMNAAANCCRRLTPESLTMVRDAMPIVLNVLTYSDQRLVESACKCVVRIVESYR



AHPELLEQLLTGQLLAALNNLLLPASSSTSSNTALGTSVYTDVLKALSTACRSSPRLAVVLLENNIVETLYHLLTGSPAP
TDLASGPSTHGVQLEYEPASGPDSAAETAAIAVVSDVDADIAGSSVAVADMAVLQNLAQRPKEQIQEALSLVGELLPPLP
RDGVFDPRGYTEKAYLKRVAAKKPSTREGNASSAATPLPPSQTDSEQAPSDVAAPAATGSARPASSRSSSTRSKASRTKS
EKEVAREAAQGKRVEMLQSRTDLVKRFAHLVLPTLVEVYAASVALHVRHKAINGILKIISFVDPDSLEEALDKVPLASFL
AAILSSRDHPTLVNGALQIVELLTEKLPSVYTPLLRREGVMWEIDDIASQKPSARPANVEKSTGATADTEQSTTAQPYTL
SRSGADPSVVDAALDAAGMSLSSSSALARLIAATQGSSQTVLTLDSHGNRVSSSSSSASAFNAQSSTEATDAGIWRARVL
RDKFSAEASSSDGAQSAAQALDHIKDLVKRLYAAAAEGKETDAQDVLQQVASLFSRSQDPISSFELLRSGLVESLYSFAT
LSEGDIPLQRRRSLLFASLMDTDAKTGQNGASVLIRRLQEALSRLENVEIITALSGGSDDMRRTPSAMLGRQLRLRLQAE
DSTDIPRSCNNIIVTIHAVATFQSLSDYLRPKIAVSLGASASGSGSGSGPGPGAAGSSASSRLSSVLAAFAAATGSGGFP
ELSGGSSSSSGKDAHASSSTDKTAVDEADTEAGSSSRTGDAPAGKAGKCKDNSSGKTEQKQNGASSSSTVGKEQEAEARE
QARAVARHLFGEGAFPSAATDADGTANNDGNANIAGDNRRSDEELARSLMEGLLQGAEFDDDEGFTDDEGFDEEILQSEI
PSDGAGGAADGLATANQIDIGDKTVNLDVEKEGGKIVAKTPEGTRIATPSHGASTPKAADGVGTGTAASGSSTASPTKPS
SYASALQKKPSDWHLEFSIGSEKLSVDTTIYGAVHRFESAQARSQNQSSSANAVSSLYSGSRHIWSNVYTVRYKKVPGAS
AKPAAEPTPEPASAENASVELPGSIKEDAPYAKLLQLLAVLHSLNMEWREASRAGVNGTGAGINDKTMHALSATSALAES
VFVNNKLTAKLNRQLEEPMIVASACLPAWSTDLPKFFPFLFPFEARFAFLQSTSFGYARLLTRWQALHSRSQEPGSTSSS
RLDDSFGFLGRLQRQKVRISRGNLLASAFKVFELYGSNSSVLEVEYFEEVGTGLGPTLEFYSLVSKEFARRDLKLWRDSR
AGGSDADGSAYVFSPLGLFPAPLLADDAKDDDSDDAGSVQKRLQAFRILGQFVAKALLDSRIIDCNFSPVFLRAVLNQHV
APTLATLSRVDATLARSLSAMRKMSAGEIESLGLDFTLPGYESIELHACGRDENVTSANVERYISEVLDMTLHKGIRAAV
RAFRQGFNLIFPISAMSSFTADELVMLFGNTEEDWSETTLVASVKPDHGLNADSPTFRDIVAIMASFDVDQRREFLQWLT
GSPKLPIGGFSGLHPQLTIVKRPHEAPLTPDDYLPSVMTCVNYLKMPNYSSRDKMRERLQTAMKEGSTSFHLS       
>Umay_XP_759589                                                                 
MPEPSGSLPLSGFIAINHAGIPVGAELHGSDGYDTLTSLIGGPLDAHLPVSRRPKSESRKKDFDQSEAALAKIYESFEFD
VLWSKLSEVLSRMKNDPGAAQILLPLIESMMVISQNVATTDPETSSTAGDVRPPHSRSSTQGGPKSPRTAMEDNFFAFTE
KHRKILNIMVRQNPSLMSGSFALLVRNPKVLDFDNKKNYFTQQLHKGRRDHYTPLSLSVRRNSVFEDSFRYFSRKTGPEV
KHGKLNVRFTNEEGIDAGGVTREWFQVLARAMFNPDYALFQPCAADRTTYQPNRMSYVNPDHLSFFKFVGRIIGKAIYDG
RLLDAYFTRSFYKHILGKPVDYRDLESIDPEYFKSLEWMLSNDITDILDLTFSVDDEEFGETKVVDLKPNGTSISVTEAN
KQEYVRLVTEQRLTKSIKSQIDAFLGGFNEIIPSDLIRIFSEQELELLISGLPDIDVDAWKNNTELHGYSSGDAVVQWWW
RAVRSFDQTEKAKLLQFITGTSKVPLEGFAHLQGVQGTQRFNIHKAYGADRLPAAHTCFNQLDLPQYESYEKLRSSLLLA
MNEGGEGFGFA                                                                     
>Umay_XP_756810                                                                 
MVNPRAPGSLSRKIRITVVAADGLAKRDVFRLPDPFAIVTVDGEQTHSTSVIKKTLNPYWNDSFDVNVTDSSVIAVQIFD
QKKFKKRDQGFLGVINIRVADVLDLELGGKRLLNKELKKSNDNLVVHGKLIIDLNTNVSTPINNNSTAGPTNLLVPGTSN
ASSASLATPSSSSVTRSDAPPNTSGSGAIAAAATAASTASTNGDTSSRPASTIDTASSSASVTVPSSAATTPSAGVNNEA
RSSAAPTSTASRPNPSQDTRSDEYGPLPAGWERRTDHLGRTYYVDHNTRSTTWTRPSTNPSANDAAAASSSAADRQRHSN
RALADDFLGVNDGDTSRSSATGSTATSPGAAAASANPLPASSSTTAGNGPLPAGWEQRHTPEGRPYFVDHNTRTTTWVDP
RRQQILRIMGPNGSNLTVQPQSVSQLGPLPSGWEMRLTSTARVYFVDHNTKTTTWDDPRLPSSLDQNVPQYKRDFRRKLI
YFRSQPALRPIPGQCHIKVRRTHIFEDSYAEIMRQQPNDLKKRLMIKFDGEDGLDYGGLSREFFFLLSHEMFNPFYCLFE
YSAHDNYTLQINPHSGINPEHLNYFKFIGRVLGLAIFHRRFLDAYFIVSFYKMILKKKITLSDLESVDADYHRSLQWMLD
NSIEGIVEETFTAVEDKFGEMVTVELKKGGEEVEVTDENKKEYVDLMTEWRISKRVEEQFKAFISGFTELIPQDLINVFD
ERELELLIGGMSEIDVDDWKKFTDYRGFTEQDQVVQWFWQCVRAWPTEKKSRLLQFATGTSRIPVNGFKDLQGSDGPRRF
TIEKSGDVNQLPKSHTCFNRIDLPPYPSFETLESKLALAIEEGMGFGNE                               
>Umay_XP_756231                                                                 
MNGANTSARPAWGAKKSGASAPPTESSSREPTPSSSSSSSAFPPLSSPLSRRGSARPSPSPLSSDSSLISSSSFNPYPTR
RQELALRAASHGTRKRSHITRTDPSTSRIHSLIENSYDEDDAIMHNYTEDDDNDGQVSSRGATMSSIVFRDLSTSTSTGA
SSLPWQQGSLSPGLAMFATTTFGGEPLRVLANVDEELGAAHMGPRIYKRHNQKHVRNKVKAKIDASHTVGMRNAPELPMQ
TSAERIRPMPGDSPSQARAGMTTGEQEYLRRVDLPKLVDECRRCHNITAIQRRAADDKASSSSDQEMAPFLTLLAAIKLR
LADPGTWVSSSRHAIISDDLLPIGLQGHSPIDFSFLPPHMLVGLRQSVLQGLSHLLDALLESMRHELVETLSRLLRMRSL
RPTSTENADLKSTLQQTFLRILEIFDRLPVGSSMTPVELLSDVLKLINAETGSDALVDLVGELVGLCGQQMSSDPSILTE
TQDRTLVTAASFLSLCFTLNSSRPARTRLPAHAFYCTVLDLAPFVEHFIHHVASLVHSGATPTAGLARFNICAWPFLLSL
GAKVRILQFENEVRLSRTRVRESCQAQRFTLGSSKEDEKAELVVMPNSLNLRIDRHAAWRQSRTLLLQLLESGAHVRGLR
VEFAGEQAADGGGPAREWFATVASNCSFRDVLGPHGWFIATCPVQEKESQDAAAFLGMLLALAALHTTKLALPFSLPSVA
FKIANAPKLEQVQLTPVDLEFADPALAKSLQSVLDWTLTDQGREQDADKLFDSTFSLSWSTNIWTAQDGVKTVDLIPGGR
HRAVKVRERREFVSKLISRVLIGSVSEQVMAFRDGWQSIMASHWLSGAPAAGVKSASDVLSRGASIASLYHGRARRTCKR
S                                                                               
>Mver_MVEG_00871                                                                
MFPARPGADKKAALLAQAKADRLARSAQKKTTELSVAQESAARRIQHCWRTVQSRRATKDRLRDDWDLLADTLPSSPTLG
LVHNLRLMFLFLRFYDPSNPTLQDTQRLTAMCKILLSKVLTAASIETTPSTPGSPSAKNTSPSPEAIPTTTIKPSMQVPF
HMLLLHARFAEQAAATLLVFIQVCLKAIAGFQADASIDNDGKSPKTAKSKFVDYQELYLSGPELRFLLAYLDINTYKLPE
SVALAIRITMQDRAKALLLKVLNSGQFYKDIRSGFLLRTEAIIQLQERSQKTTLIPAEATKKRMLHLWIAGIWRCCFLLQ
SVDKDAGGKASKHQPDLINLHSDDSTIVGITCHILSVPLFVNALDEFSIQLASKSNVLRDAMDSILDPRHQQFVLNSMSL
NNTLYLLGNLAKLFRVTLIENTDAVNAGQKNRLVDCAVVLLTHCHKYVSGTQTTEFRHYHAIFSWTNISQKEQQLSPAQV
KLVFSQLEYLWSRDFAMGTFNTLLNLALPASGGGSLNDASSNTSTSTGVHSRITSTSSANTDPQGVLLAIEVQQACLFYM



TLMKSFESQKSRILVTLMYLPSFLAQLWRFMATLGPKGKMQIYLEAASGAGTKGLDHEPLIAILQVFCECCARFFITIDD
DDMYEQQKPWELSELIFMSGFLNQFCFSVLSHQEEPKTLTDLATGAVSMATASPLPPIFYHARQVLLQLYERDCRRAFCP
PNHWLLLHPTKKFILKVAQKDRTALQILETMPHVIPFTARLEIFRDFIRDEKQQRIQSLALVRPDLHQSVMVKIRRGYVL
EDGYQNLGQLSASGWKNTIRVRFVNEVGANEAGIDQGGPFKEFMETFLEAGFSPNLNLFTTTTASMHLMYPSPTSHYTHP
RTGLELFRLFGKMLGKAMYEGLLVEVKFAGFFLSKILGRTVFLDEMRSFDEEVFKNLMFLKKYEGDVEDLGLTFSLDEDV
FGTHRTIELLRGGKDIEVTKENRINYIFQVSDYRLNKQIQEQSRAFIDGFRSIIPLSWISIFSPQELHRVIAGDDVDFDV
QDLRTYTEYQNGYFDQHPVIRNLWAVLNEFSSEEKRAFLKFVTSCSKPPLGGFKHLYPPFAIRLVLNPTASDTNHDGSPA
PTPRQFGSGAQRTQRTPSSSSTTQTQTQTSSSASNGSSGSGFGSRLRSALNRNSNGSSSPSPSPSGASSSSSSSSSSPFA
LTTDEHGTPAAMGVVKSFFGVLGSGSGSSESVGKKARLPTSSTCFNLLKLPPFSSKAVLKEKLHYAIMSNTGFELS*   
>Mver_MVEG_01853                                                                
MASQGYSPYAYLSGTQSQQHTPPPRPSSSSSSSASYESQGSHLIIGKCMYCKSQLCYPQAVKVFQCVTCDTINDLIPAPG
TAPLEPLTLQQIQNEVQAGKSGATGDIDYTRLEALLQEKLKKFAAFNSCFGTGRPITYDHCGVDLEETRKAFALLVAMPN
SIARAVMIAVEGLLKRPGKEIREKEDLKFVMIMLECPWLSRHRNPQESEYHHNITKRLFTIISNLPSDLHKYLSSWFRNC
LTTPIFHNRINFVNKFITQRLSNQQKSNDRNQHIIYQSDARIQAAARVMHLFFKANQPHEMEMLDLGKNRSGEGYVVNTS
KNSAVKSQKIPIDEYYNMIVDLIDLPVDFCAWESRSAMFTFCQYPFLISMGAKMQIMAWDAKRQMEIKMQKTIEALVMQK
RQKALENLNGDASGITLLTQAELQQAPLLILKVRRNNLIEESLTQLSRNEMDLKKSLRIEFIGEDGVDAGGLRKEWFLLL
VRQLFDPQFGMFVYDDQSSYCWFNPASFESLDQFYLVGVVIGLAIYNSTILDLPLPLAVYKKLLNTPVTLEDLATFRPDL
AKGFDQLLNYEDDDVEDVFCLNFVGSYEAYGESVEVPLMPDGANNPVTNHNKRQYVERYANFIMNSSISDQFESFRRGFY
LVCGGHALSLFRPEEIEFLVRGSAEPLDIDQLRSVTVYEGFNDEHEVIKNFWSIFKEFDDKNQRRLLQFITASDRYPATG
IANLSFKITCMGSHDSQRYPTTHTCFNQLCLYNYKGRDKLKNMLQRAMNESEGFGVK*                      
>Mver_MVEG_01908                                                                
MDLVPKDQQHPSTLPASVAPSTMEGYAGMTERVAGAQSQEELARTSTGASASATANVSRRRHPPASNPGLPYPHQRTQSL
NARQPRTQASSVIRHARNHTYSESSPNTVTTPLKRTEDGDREPATSPDQSLVTRYLRQFLQGCGTPLCQTPLCASNTAFP
YKDANEIAAKAVETASNGTEDLCPRLEARPSQNGAQREIVADSSIDLDIISFKALIDRCKAEKSYNALLARLQAVFSSLS
RLSMSFADPTMDPKNPLSLQLSDVQQAYWLLRECPPEAQILIASAAERIMSSVSVRPDLVTPRLMKGILIIFMYPILKEK
PWQSSLVANLCQIVWRCSSACQRVFKYYLVTARPSLGNGVASLEETMAWLVWLVHRFINTRVEIIEGYVTRAGLSCSTSN
LDESVISALQCLYFFYHVNQEAKLIKYTEFYNESLNGFIDFMDDFKRFRERTFSLCNFPFVLTVATKANILKLESSVLMR
EKLQFAFFRALFVGVNPPYLLLTIRRDFIIEDALVQLQDKSHEDLKKQLKVKFVNEEGIDEGGVQKEFFQLAMRELIDPK
YGMFKTNEESRLCWFAQNPLDDQLSLDEYNMVGRLIGLAIYNGIILDIHFPLALYKKLAMAADAQGDLRKLDELWELDDL
WEIDPTLARGLSQLESFEGDVLEAYDRTFQVEFESFGQTFQHDLVSDGANILLTNANRKEFVKEYLKFYFTSSIAKQFNA
FSEGFHLVTLGSAIQLFRPEEVEQLICGSPDLDFNALEQITQYEGGFHSKSRIIRWFWETVHAYEEKDKKRLLFFTTGSD
RVPIGGLGQLSFTISKNGPDSMRLPTSHTCYNTLMLCAYSSKERLQERLMTAIGNAEGFGLM*                 
>Mver_MVEG_02302                                                                
MTSTALTKRTIRLTVIAADGLYKRDVFRLPDPFAVVTVDGDQTHTTTVMKKTLNPYWNESFEVSVTNKSVLAVQIFDQKK
FKKKDQGFLGTVNIQMGDVFDVNIGGDEMLTTELKKSGSNDVVVQGKLIINISSNIGAQSANANSNSNGNHTALQPGTSH
QRTPSVISAVSSNATTNPRNSSIYPGNVSTTPTPTAAAPASPAVATTNGGRQMTPYEDQHGPLPPNWERRVDQLGRTYYV
DHNTRQTTWTRPSLTASTPERAQEITDQTELERQRHNNRALPGERSGGSSPLPGSSSSTNIAESGGASPNPAAATVPGTT
ATGSSTTGAGLAPISLNATTAGSGPLPAGWEQRLTPEGRPYYVDHNTRATTWVDPRRQQYVRMSDPRSSTNQVAVHQQPV
SQLGALPSGWEMRLTNTARVYFVDHNTKTTTWDDPRLPSSLDQSVPQYKRDFRRKLIYFRSQPALRPVPGQCHMKVRRSH
IFEDAYHEIMRQSPTDLKKRLMIKFEGEDGLDYGGLSREFFFLLSHEMFNPFYCLFEYSAHDNYTLQINPHSNINSEHLN
YFKFIGRVVGLAIFHRRLLDAFFIVSFYKMILKKKVTLADLESVDADVHRNLNWLLDDENGAEILDTTFSTNDERFGEVV
TIDLKPGGRDIIVTEENKKEYVELMTEWRISRRVEEQFKAFAEGFHQLIPQELVTVFDERELELLMGGISEIDCDDWKKH
TDYRGYTEQDEVVQWFWKCIRSWDSEKKARLLQFTTGTSRIPVNGFKDLQGSDGPRRFTIEKAGEIGQLPKSHTCFNRID
LPPYKSYDVLVKQADAGCGGDSRVWTGVTYFDCPKKKLPH*                                       
>Mver_MVEG_02987                                                                
MKIKKTPVKKLAVPPLPIRNLIQALKECPEAEIATHVEATPEWVWPRGDLFHWVGVLNRFDDILDSLCKSHEMKTSRPKP
FSPENQKLVYAILSFSRLLLESCTNRNLYASYEQLNDLLHSRDLDILEACLRLLLRPAQRHSAQRSARSIFTISQDRLLA
IAHSWGSKDFGLDLVQLAESNTDIPEKLSALNFQFYRTISLPKPDASQPPPTPSLSDGSSTSVPVASSSTTTSPSMRRPS
RSGASSTPTTESSSATEGMVVIHSSDPSLLGQSDDEILSRLIQDYQIPDEHQFQLLCRIRIATGIRKPDRRRQLLTIRIL
AIAVMSHVLPEAVVLDKFFAFEPEIIQSLTDVIHPDHNMPFSLQTVALFALDGLAHLRGKQPDVLTAINASASHGVLLYA
LRKIVSGLDTDNVQYPQEFLDAMFAFLSFVISFQTGGNMVISAGLVPILLQLLINKRVNQLKNVTKTITVLDSLIYGFST
AFTSFCASNGINLLVARMKEEVDYSLNVVKEAEAQKMTGVTETLKDGAKDEEMSPVPFERTALLKAMFKFVHHMMQSPGT
QEGLRNLIDTSLPATLKVIMENPSALGTSVYAHAINTMTSFIHNEPTSLAILQEASIPQALLASLSKEIPASTDVVTSIP
GAFGAICLNAPGLEMMTKDFPMKKLFDIFTSIPHVRAFQESDINSNIGVSMDELVRHQPTLKPSVMEEISTMLNAVLLKC
APEEVSADEMVFCTLQKTRAADAPAPGENNEEDESKDDRKDSLVAQLIEGAARFCESFFQNSSNARDFLKDNGVDLLMKF
YRLPTLPYDLANTPAFFTLSHLLKLLSETNPAVAVAAVVNEVNQRLDAVKPLLESQNPESELIKYIDISSLSESDLAQGN
AILSSLISLHALSGLLSDMYCAPAFSHGRNSASVLSAFVTAQGDKALSGLGQLHRMCLWESIVMKRILQKGWNDPNPKAK
KLLNNPLIPGTVDDSADEASTGDKEMSTRVPEIDMYSPTAINTKYFKFVLTQIPHYLTPMYQGITKMLIIRREVEAGHRT
NAFKIADSLCRVIQSHVSWTRIDASEFEVDKTTYLSSMLQLIPYLILDGRSPRTLQTIVVISFVRTNGLNTLFALLETVW
TKAKHLQSSTTPENSQKDVIAKMLAAEEIILSVLQTITSSTLLLDSSHTATLNNSRDEKSRDVDYFEPHGFMVDARLAIL
PKIRVLWEDEYLKQCPASLIQQVIQILINILRAEGEYRHLTPTVAAPVVTGATPSLFGARPIVPDATSVATLLDMGFPRA
AAELALTRCGNQIDRAAEYLLTHQEVVQAAFYDQEREEAAARSAAAAPTTASETPNPPTEEATSSSASTSAPASTSVPEG



SSAPEQPQASDAEDTTDDSEGDEDDEDDEDEDEADMLQQALAMSVSGGNGTSEGSSSQSGTTSEAPTQDAGASSNSSASP
SATDKPDANKIALEKYKTQKEDLSKLRDEMRPLLVPRALELMQSVDEIVFFVRDLIVFLSRDKDSKIIDQLVEDIRQFAN
MDENDTEERKKVFGTRLRLLALLFADTVIQSKMESYASVLVPMLMSILVKSVVPQKENPWLSPLLLMIEGFVSLSDEPKV
IPDETTAEGKAKAEQQDKEMKEDIVSPADMEALLKYCFALLKQTELVKDVVLSVFRILVRLTRHHHLAIEFLKADGLPLI
FSTLKPERLGVRGQQSMVVMIMRHIIEDTQVLQVAMEKEIYRWMAQPTRNRSIDVPVYLRHNTFLGMRNHEAFITGTLNV
CKVAKHDANFKTLQIALAKSDVPKAEEKKDEEPFTESKDKDREKEEAPESSSSVPALSATTLTDATKKYSSQISEAVIHF
LVSELLVCRSNTSSGVPATTPVTVASTTEEPKAPSSDALSATEKNTDAAFDANFVQRCFLLQCLHELLISYPTCKVDLMN
YSRRKAGKESLNVASKPKANWLAFLLNDLIPYRGTVAQSSNTDLRKHSIESNFASSVLVAMCSNSDDEEEKKPFSELVQV
RRFVVDGIIRSFKDAIASTDPVEIKYGKFLSLSELSFKILSASGTAGSTAKPNEDMSINIVKVMLEKNFITTLTNVLADI
DLNYPHAKILANAVLKPLEHLTKLSLKMSRASEPGAAKPRRRSTPLSVTGSGNGSGDDAPDLYRNSSLGMFDGANMESEE
EHESDDSMGEEDIFDEDEYDEETASDASDLSDEGLSDEDEDEEAPEETIPRNPFHRHETSEDENDDEHMDDDEDDDEDME
AELQEALERDQEDEEMEGAMDWDQGTHRPVMLDDDEIGEVIGDDDDDHSEHEDFFEDQEHHHHHQHHDDEGTGEDDEEVD
EDEEGDEDDDHEDDDEEEEDDIDNMDLEEAGEFFQIGRQGRHHHHHGPMTHTFVINDSDILRNGALGLDLRGRRPRLAGR
RLDDRGFIWNEADSDQGRFASLEDDQFTALDAPARNPYIQGSDDVTTHPLLAPPPAAAVGAPDNRSRAGSRNLGLTDWHT
FEELLNENTSQVLSSLINGGSFRGGHGAFRVEVNHGNTTTLIPIERDGSRVIVPADTIFANASGHRHQPEGSTTSNKDDM
FSIVQEFVPYSTAQRWSQEGRMMYGLAVQDKAARLVTHVVNALIPAAKEEQRLKNERDAKEQEQRRKAEAERKRIADEKR
KAEEEAERVKAEEAEKARIEEEAAAAEREAARLAERAARGEADEPEDTAMEVESEAGPSTTAAPEPAPPAEPARRTVMID
GEMVDITDSDIDPEFLEALPEDMRREVYNDYLQSHRPPAPPAPAAPASASNSNAINADFLDALPQNMRTELDELLRSQRT
ASGARETLPDLNAYANLTTTLSDYAATLSRLMPQLRQFGNPPVASLEETSALLNQIPRHFPGLRGARDILAGGPSGSTGA
SKKTPVQRDAIQLVDKSSLATLVRLMFLPQQLSKNILNKLLVNLCENSKTRSELLSLLLSILQDGGADLAAVDKSFAQMS
LRGKPFSKSSHKGKGSGPSPPTVSAASDHVPNLVARRCLESLHYIVAYNAQAAIFFLSEHENVTLKKPSKKGKGKDKVMS
SKYPIVLLLDLLERPIFVQHSALMEQLMNLLSVICRPLATLSTSTPDDKDKQTTEATVAQDTTTSTEVSSTPATVSNSSD
TPAPAPAPAESSAPSEAQTPAAPEETSSSSSAAQITGDVTSSTSATEASSSSEAKAENKTTEPEQPALKPPVIPDHYLQL
VVRVLTAGECSSKTFQHTLTVIQNLSILEGARDVITAELVNASRELGSDILENLDTLSKTLEGAMSGVDVQGSALEKFSP
ASSNQAKLLRVLKTIDYMYSRKQAPPMPASTQVNIELAPTLDPEEADAVLPRTMRDIKSGLVNLNKDEEKVTEIYDSLSF
NSLWTKVGDTLELIHEKSDMIHVATVLLPLIESFMVVCKYVGLRPSTLEMEEELCKATSNSTEELFLLFTDKHSKILNIM
VRNNPALMSGSFSLLVHNPKMLEFDNKRNYFTQQLHKRGNARDHYGTLQMNVRREMVFVDSFNHWQSKKGDDIKYSKLNV
KFHGEEGVDAGGVTREWFQVLARQMFNPDYALFKTSAADKLTYQPNRASWANSEHLLFFKFIGRVIGKAIYDGRLLDAYF
TRSFYKHILGRPVDYRDVEAVDPEYYKSLVWMLENDITNIVDETFSVETDDFGTTKTVDLKPGGRDIPVTEENKHEYVKY
ITEQKLTLAIKDQIHSFLQGFHEIIPSSLISIFNEQELELLISGLPDIDVDEWKNCTEYQNYSPGSPQVQNFWRAVRSFD
QTERAKLLQFVTGTSKVPLGGFAQLQGISGVQKFQIHKDFSSTKRLPSAHTCFNQLDLPEYETYEELRQQLLTAISECST
GFAFA*                                                                          
>Mver_MVEG_03140                                                                
MPPRPHTHSHPSSSKASTSTPIPNVITRHQAKVSPQAHQAYLSYSSGIDGTLQESSSSSTSTFSSSITTRVTRKRATEDT
THKIPAKQPRTSKQSPPITRARAISSPSKSITAYLRPSKMSTSQKRSSLSKSTDDAPDPSHLANDLYASKGDIPDPSFDH
PSNDQTNAMDVDDEKDITSQEKSDGRVEASGDENEGEVENEDDNAEHEDDENENEDDEHDDDEDDEDEDEDEYDQAHNPS
HLDEGLFSSNMSGIVSGTSSRLKSILTNLRAYEDPSLQLIALQDLAFLLSVSTEDSLAGYISCDSFVKELVNLMRGTGDG
DDNPDTMLLACRCLSNLMEAMPAALGSVVYGGAVPVLCAKLIEIQYIDVAEQSLTALEKISSEYPNAVVKEGGLAAVLMF
LDFFSTNVQRTAVKTAANCCRGMQHDNIAMVKDILPNLENILQYSDQKIVEQICLCFVRLADSFKSNAAHLQSIITENVL
RSILSLLSPHASVIVGPSVYTLLLRFLSTVAEHSPVLGFALLEMDVVDTLYLVLTGTHAPDTLAEGTKVPNVGSRSKDQV
LEILGTISELLPPLPQDNALFDTEYRHVVPKVQEQDPESSSSSSSSSSSSSDVEMKQATSEEGPEKRQELLAAHPERVYR
LAKVLIPTLIEVYSSTVHLKVRQRAIHALVKLVYFTGDEQLKSVLKDVELASFLAVILSQQEHQSLVVAALQISHILMTK
LPSTYRVYFEREGVLFEISKLAYLGAELSLTKEQSKTEKPESKVVTPPTETPASTTSASTSTSTNSTDANITEEQPPSEA
KDTQVDDDPFSEANMGQRLLGLVTELRNMRERRGQQSVDDQLNAIEGELAKAFTKIASTSGDEPSSEGESSSTRQHLRIL
QRLVGGRSRSVVTAHKEERGLGSGKTKDWIFERASIIVELCEDQKDNTASGDVTSALAGLQRIAAGFKGSPEVASASLKE
LASCFSEKGTTGISSFEFLNSGLPQSLLDYLTAPPVLSNSTSQAQRYQAFVETFMVASRGAKSSPFSLLVKKMQEALTRM
ESFEVEAAQNTRGDVQSNPSSSLATQLRLKISPEEGTEVPSTYQNLNVSIHAIATFRTLDEYLRPRLKPKLTTPEKVTTF
NVKGDQKSSDNESKAKAETVTRKSSRLQKVAAPPTPSDDTEKTSEANEEVEAKKEVEAKKEVEAKEEVEAKEEVEAHDDE
EHDEEDDDDEEHDHEDIEDMEYERDLKLAGSSPVDVDSDIKMADTSTGDAGAKKSKSSKTASSKSDDKASSSPWHIQFSL
HGVPINTDMTVYGAIHEYERKHGKSAAQRSGWPTTYPITYKRVDAVAPEQAPLSSQSQRSSVVDDTFTADVPKELVQQSD
LSPLLCLLRVLHGLNDDWSRFYGSETQPQTVHHLEPKEFINSKITAKVNRQLEEPLIVASACLPQWTVGLVTGFPFLFPF
ETRYTYLQSTSFGFSRSIMRWQNQQQRNGQTDHRDDSHLFLGRIQRQKVRISRHKALESAVRVMELYGSSQTMLEVEYYE
EVGTGLGPTLEFYSVVSREFCKKSLKLWRDSDPESKTEYVTTPHGLFPRPLAHLKGHANESKILNLFKSLGQFIAKAMLD
SRIIDVPLSGLFVSRLLGRHQELHLSLVSMIDPVLAKSLQSLQIFVSEKKRIYALNLPSKERESALTSIECHGAKLDDMS
LDFTLPGYPEIELKVGGSDIPVTIYNVEEYINLAMDMTVGQGVEAQVEAFKSGFNCVFDIQNLSGFRSEELVNLFGSGDE
DWSYETLVDTIKADHGFRAESRTFKNLLSVMSGFNKEERRQFLQFITGSPKLPIGGFKNLHPAFTVVCKPFEAPLKADDY
LPSVMTCANYLKMPDYSSKEVMLAKFKTAYEEGQGSFHLS*                                       
>Mver_MVEG_08424                                                                
MPSPQPPHLLNTAKITLERDRDALDWSPTSPSPASMPGGSGASNPIASATTATTAAVTNWNHRPSSSSSTTTASPAPTAS
STSSAAGMAFPPMSLSTPVSAHTSTINSHPHTQRISPDNIPQDRTPVPSSSPDPTLQTPTPRRRHRTASAQSQSYSRRTP
SVQLALANPTLSKSLCSSPAPTRTESENNQQGRAKQNFERNVRRYYYQLVVGCQQPDCANKLCRSSRASPKMTKDAAAML
SVQLAARPRLFFCHNCPADPVIHLPDSPLPGGSIRSATLPRASQVIGDSAFSPSKRRGMTKLAKSSSTRSSPGPTPAASV



MSDFGHKDKLPYEPSEYSKSMPSFSVSHILAPIKTSQSVANLPLLEHDKDRDSEDDQLPPPTPPGRTGTPLFRSLLSASP
FSSMFSSKPSGKNSGNSKSQDFAQRNTPSPSKRCARKSNSTGASIDFGNTFWNNASSSELTAKACTLDPVVRPRSFSPSS
TNSPRCSRETIAAAKAPDILTKTGEDHNGPPVALRAGEPIGLRYSRGLQSQRVFDLSQYYLAPDTGSASGSSKGHLDKKN
GKSKPLFGTFSDPDSDGISSVSSCEDENETTSPQNLSFYRDSPVNKSNTHNSHQLQQPRPESTLYSDGHYIAPPQSTKKR
GSDNRAMYTFAKSNLRRGSVSSDGSISSNDSSQWSQDSQDSADDSQQSGLNENAEEVVLPYLNLPLLRQAIATYTFSRPD
KDGLEPISPRHSLANLKTQAAPRIRLSDGRLLDPIVVPDLQPYNPYDDEEDEGTQSQQELSNIFGALARLNERASRGVSF
ESNSESEDDQANSGITFRLPSEPKADLVYQQYERSRMTSPTHSNMTLSSEMLASEGDSTFLLDSLRSVFSSSTSLGSSFL
IKDRENHSHVEPVVPVEHLSEVNVGGIDLEALRECYDMLIELKPRTIFAIEVTNSIEILLARLELEQSVPGGKEWKDEDM
RSIIILLINPCLFEQPYQESLLRRILAVFIALPDKAKMIKWLSCMDDEGMAQLVTLFKMYLTAHFTPRPGGACEPTICAV
KGLSILYQANNIRTQREHERQRQLNIRDKNGQSKDDDSTISFRYFYSGVMEALKFKEEYQIWREGWGRSGTEKPFSYFDF
PFLLSPTAKSHIINLDALTQMTAHYEDACVRHALADHAQRLLPETMTSTSREFQKGIRAGSSPYLVLELTRAHLVEEAFE
QIVKKHSDLKKPLKVAFVDVGEEGMDQGGVTKEFFQLMVEKVFDPQFGLFTELQDGSRAWWFEGCLDGSSHVELSPQEVQ
IRLIEYELVGILVGLALYNGVILGVRFPSVVYRKLLGWEVGLDAFIESFPVICFNSTLGNGLEQMLTWSDGDVYDIFLRS
YEISYEHLGQVSTIPLIPQGEDIPVTNENRHAYVEAYVNHYVNKHVEREFQAFQQGFEKICGGEALKLLRPEELELLLCG
NSDLDMHDLESACLYDDGYSPQHGLIKEFWEVVHQDLTPEQHKQLLVFVTGSDRVPIRGLKDLMFVIQRNGPDSDRLPTA
LTCFSRLLLPEYADKDKMRERLVTAIENSNGFGLV*                                            
>Mver_MVEG_09184                                                                
MFDGSFKSKRTINLGGNKQQIDKQKLLRQAQEERRIREAERLRLKSAERIQAWYRGRIVAAKTREALRAAWDQEIADCAV
QLLNGNTATIEQLASRVQTLVSRFLLFFRPAIDHFRLIKLSGLLLSRQSNAQGLAAIVPFHLTANSKAWTSKLLRFSASL
LQHLGEHSGWTDEESDPLLKLVEALTLADTFHPVKDSAGSVAFARQFCQALLRSDVFSRIAQFLQDYSVEDRNSPSVARA
LLLSIRVCRVLDQTCDYHAAIDNFTIHILTVPALPNRMSIEMLSTFTSRLPLDAILQYMSSRLCASIAVLPSTEVLPLVA
NVIAFSYQRVAKMTAVVSAAYLQVLTILLGLIPIDSLEKKKRRLVDEDEDMEDADWKPEDLTASSPRPSEGLDQRILKWL
SLAYDSNHLSDILGSLKPTNGSPDVLTPESIGQITQLLLNLITVFPSHKISILSNLMYFRFGSKTKHALGSTQDSQPTSL
GGKFLGISIIKIFLDAFMSTSLHHQLLKYVQQDSSSSVQLVLDPAHANSWSLLAFISELYCQILATMGDDEFYDEARNPI
SISNVVSLSAVVRDVAFLLWWNDNALNMEANIGGSRNLRVGYLREIVTELTRQLHARDSRKRFCPKDHWLLSMPLNMQSF
QQAVILDAESLSREEENEDRDDMRPNAEDTSSRTQRSINRRQGSSQLARLSPRLGVLNNIPFIIRFEDRVAIFRSFVESD
RQRSLGMSNFHPMAVGHARVRRGSIFEDGYQQLNHLGRKLKGRIAIEFIDQHGISEAGIDGGGVFKEFLTSLVHQAFDTN
YGLFLNTSDQLLFPNPHAFAREATQLKHYEFLGRILGKALYEGILIDAAFAGFFLGKCLGQVNYLDDLPSLDPELYRGLM
FLKNYEGDVEDLSLFFTVDDEEMGTKITRELVPNGSNIAVTRQNRIRYIYMTAHYRLNTQINRQCKAFFRGLSDLIDPKW
LWMFNEQELQVMLGGAQIEISLEDLKKNVVYSNFEVGDPTIQFFWSVVQEMAEEDRRLLIKFITSCARPPLLGFAELNPK
LCIRHAGVEESRLPTSSTCMNLLKLPAFSTRQRLKEKLMYAIHSEAGFDLS*                            
>Mver_MVEG_11548                                                                
MTSNILTKRTIRLTVIAADGLYKRDVFRLPDPFAVVTVDGDQTHTTTVMKKTLNPYWNESFEVNVTNKSVLAVQIFDQKK
FKKKDQGFLGTINIQMGDVFDVNVGGDEMLTTELKKSGSNDVVVQGKLIINVSSNIGNQSANTQALRAPQSTHQRSPSVI
SAVSSTASSMQRSSLQPSSVLSTSPSNTNHAASSSTAAPAPATATAATNGGRQLSAYEDQHGPLPPNWERRVDQLGRTYY
VDHNNRQTTWTRPTLNATTPERTQEVTDQTELERQRHHNRALPGEGSGGNSPMPGNSTVSLTEPSTASASSPVTNPASGN
ATGVAPISLNATTAGSGPLPAGWEQRLTPEGRPYYVDHNTRATTWVDPRRQQYVRMSDPRSSTNQVSVHQQPVSQLGALP
SGWEMRLTNTARVYFVDHNTKTTTWDDPRLPSSLDQSVPQYKRDFRRKLIYFRSQPALRPVPGQCHMKVRRSHIFEDAYH
EIMRQSPTDLKKRLMIKFEGEDGLDYGGLSREFFFLLSHEMFNPFYCLFEYSAHDNYTLQINPHSSINSEHLNYFKFIGR
VVGLAIFHRRLLDAFFIVSFYKMILKKKVTLADLESVDADVHRNLNWLLDDDTAAEVLDTTFSTNDERFGEVVTIDLKEG
GSDIIVTEENKKEYVELMTEWRITRRVEEQFKAFAEGFHQLIPQELVTVFDERELELLMGGISEIDCDDWKKHTDYRGYT
EQDEVVQWFWKCIRSWDSEKKARLLQFTTGTSRIPVNGFKDLQGSDGPRRFTIEKAGEIGQLPKSHTCFNRIDLPPYKSY
DVLVNKLTLAVEETVGFGQE*                                                           
>Pbla_Phybl2_95955                                                              
SDITSRLRSILANLRSQDDPTLQLIALQTLSEILSVSSEETLSSFFTSDSFVKELVRIMKGPDDLMNGDMMDDDMMLALA
MSEGMGGGNPEIMLLACRCIANLLDAMPTAASSVLYHKGVKVLCEKLKSIEYIDLAEQALCALEKVAAHFPRAVVNEGGL
SATLMFFDFFSIHSQRTALRTASNCMRGVDSDTFDQVMEVVPAFTNFITYSDRTIVELACLCWVRLAESYRNSRENLEKA
ISPNLLSTMVSLLPVSGNPNAVRPSTFNDLLRFFRAVAKSSPTLACELLKADIIGVFYQILTGAPSPPENIDVSVTITQL
DSKWRDSVPSITKIFADLLPHLPKGEPITWRFKETEPIATRTRSAKPTTTETKTDTDPRIGLFKEQPKLLKRINFILVPI
LLEIYTSTVNVRVRQYVTHILVKLIYFSEAETLKTALKNISFSSFLASILAQQEHPTLVMDSLFMAEILIKKLPGVYRSL
FEREGVLHEIETLGTKPFSDTELQHDTKSIEESLSDSTNAKENTVSNIAEASSTLKDDTHTKENDTISESATTEDAADFR
SAGSPSPAAAANVTTANNGDNEKGIGCGSTRRHIIQLAKNFVSEYYEQATKGSDESSGRSLCDIRKLAQDLVGPSTDNYE
SAIKHLLYYLQESNMGISSFELTNSGLLDSLVSYLSDDSDTFSCPRSMRYDTFHRVFIKEYQQNEKHASKPSALRVLIQR
LQEILSRVEPFEVISPLESPSSDSARNPTSMLAKQLRLRLTGKGSDIPREYNNLMVSTHAVATFRVLEEYLLARLGSASN
SDGVDNEDGIVEDDIDTDNEEEHENEMDIDEENSLDEATDLPSDSLLGDSSKNIASPIVDDSSSPLSSTQASASTEQKGH
ASDPESPQKPGKWQIKFSLKDTHIPSDTTVYGAVHEYESRTSNDDGSSRSIWSTSYPITFERVWVADSEETAINSSKQPL
RQLATSEKPEVLLSDSVCTKVLTLLKALSGLSDFDSQPLGEADVISAEDFINRKLTAKMNRQLEEPLIVASSCLPKWAYW
LMLEAPFLFPFETRYLFIQSTSFGYSRLISRWQSLQMRNTTQNGSREDTHNQQQQPILGRMERQKVRIIRSQMLESAIKI
LDLFGSSQSVLEVEYTGEEGTGLGPSLEFYASTSKEFCKKSINLWRDGGNDPSSLYVDASRGLFPKTLPKNANGKSAKKI
LNLFKTLGQFVAKAMLDFRIIDIPFSVAFFKLALDESVDQDKLIKEIDPTLSKSLDTLQSYIKQKNALYKDTTKDMMQQI
KEAQNITVDNARLEDLCLEFTLPGDPTIELKPGGSEIPVTINNVEEYVNLLKDSLVGSGIAQQLDVFRKGFNGLFAIDDL
KILSHQELVSLFGQSSEDWTYGTLADTIKADHGFTMESPAFKNLLEILSEMDDDSRRDFLQFTTGSPRLPIGGWKAIRPV



FTVVRKVPEAPLHADDYLPSVMTCANYLKMPDYTNKIVMEQRIFKSMKEGKNSFLLS                       
>Pbla_Phybl2_105670                                                             
VSPRIGLLNNMPFVIPFEDRVKIFKAFVDNDRKRNSIDDFMGRAPSVTIHRNNVLEDGFTQLYPLGANLKKRIAISFVDE
FGLLEAGIDGGGVFKEFLTCLGHEAFDTNYGLFLATPDQLLYPNPSALISNESLAEKLVFYEFLGLIIGKALYEGILLDV
AFAEFFLKRCLGKVNYLDDLPSLDPELYKGLIEVKNFQGNVEDLCLDFSLAETADGKSKVIELIPGGSDIAVTEKNRIRY
VHLVANYRLNVQIAKQCKAFFRGLSTIVDIKWLRMFNERELQILLGGASVPIDIEDLRRHTVYAGYRENDPTVKDLWKAL
ESFDNTQRMKFVKFVTSCSRPPLLGFKELRPQLCIREAGSDSGRLPTSSTCVNLLKLPKFASYNILRQKLLYAINADAGF
DLS*                                                                            
>Pbla_Phybl2_29789                                                              
MPSSPQTKTVRLTVIAADGLVKKDLFFKLPDPFAVVTVDSEQTHTTTVMKKTLNPYWNESFDLQVTNQSVIAVQVFDQKK
FKKKDQGFLGVINVQVGNVFDIDVGGDEMLNLDLKKSNANETVHGKLILNLSTNVNAPIRNGTNTLAPGTTSQATTSGQT
SQENSQPPVVTDYPASGPAVSANTDDLPQGWERRVDHLGRPYYVDHNTRTTTWKRPSAGTAQEQQTITDLERRRHNARGL
PEERSAAGNSSTSLDTRSQLPSSATPAATSNTSLTPQTNLGVQNNMTTAGTGPLPPGWEMRTTPEGRPYFVDHNTRTTTW
VDPRRQQYISTIGPGAHLQVQVQPVSQLGPLPSGWEMRLTNTGRVYFVDHNTKTTTWDDPRLPSSLDQNVPQYKRDFRRK
LIYFRSQPALRPVPGQCHIKVRRDHIFEDAYAEVMRQSPADLKKRLMIKFEGEDGLDYGGLSREFFFLLSHEMFNPFYCL
FEYSAHDNYTLQINPHSGINPEHLNYFRFIGRVVGLSIFHRRFLDAFFIVSFYKMILNKRVAVVDMESVDAEFHRSLKWI
LDNDITDVLDLTFSTDDDRFGELVTVDLKPDGQNIEVTEENKKEYVDLITEWRISKRVEEQFKAFKDGFNQLIPQDLINV
FDERELELLIGGIAEIDVDDWKKHTDYRGYTEQDDVIQWFWKCVSSWDSEKKSRLLQFTTGTSRIPVNGFKDLQGSDGPR
RFTIEKAGEVTMLPKAHTCFNRIDMPPYKTYESLVAKLTLAVEETMGFGQE*                            
>Pbla_Phybl2_108316                                                             
LRAEVVSQHIQNRQPTAAAPEPESISPEFLDALPPEIRDEVLRQELIERQRRTRQQHQETTATADAPEPVITDSDLDRRS
LFQRHLARRAGRFTELGDTNSSIFAPSQKKPAVHRDAVQLVDRAQLATLARLLFLPQTISKALLNRLLLNLCENSKSRSD
LLSLLVCVLHDGSNDLSAVDRSFAQLSVQKNTAKPASKPKTIVPLPIESETVPDLITQRCLEVLMHVVSYNDQSLTYFLT
ENDCLAGLKRTNSKKGKGKEKASTAAPVSSKYPLLVLMSLLDRPVFIKNTNLMEQLMHLLGTMCRPFPVLVKKYVEKVEN
KQLQNQKNQTGGNDAAEENERAIPKPPTIPDNYLKLVVHVLTNGDCSGKTFQYTLGAISHLSKLDGALRTITNELIYDAK
QSGKQVLKDLVELLDILEHAMPGTEIQGSTLSHFSATSADQAKLLRVLKTIDYMYSPKSPTQSTDNKNQKQADSEEALKN
EKRVLQIYEELDFLPLWKMLGRCLSVIHEKEDLISVATVLLPLIESFLVVSKHAAEKGQVQQTNSLGTNTTIVNPDSESP
DDFFFSFTEDHKKILNIMVRNNPSLMSGSFSLLVRNPKMLEFDNKRNYFSQRLHKRTAPREHYPALQLNVRRQYVFEDSY
HQLQGRTGEEIKHGKLNVRFYDEEGVDAGGVTREWFSVLARQMFDPNYALFITSAADKLTYQPNRASWVNPDHLSFFKFV
GRLIGKAIYDGRLLDAYFTRSFYKHILGRQVDYRDVEAIDPSYYKSLVWMLENNITDVVDLTFSIDTDDFGTAKTIDLKP
NGRDIPVTEQNKHEYVYLVTEQKLTTAIKDQINAFLQGFHDIIPASLIQIFNEQELELLISGLPDIDIDDWRNNTDYETY
NVSSIQIQWFWRAVRSFDQEERAKLLQFATGTSKVPLKGFAHLQGSSGLQKFQIHKDFGGENRLPSAHTCFNQIDLPMYT
SYESLRANLFKAINECSTGFGFV*                                                        
>Pbla_Phybl2_74360                                                              
MASQIQKKTIRFTVISADGLLKKDLFFKLPDPFAVITVDKEQTHTTTVMKKTLNPYWNEFFDLRVTNKSVIEIKVFDQKK
YKKKDQGFLGVIAIPVGSLLDVDTRTDAQIFTLDLKKSHPTDTVHGKIAIGISTNASVPVQNNGSIGTSSQPSTSNHQQI
TAEQSVSATSATNAPSANAAGSSQANDNQNLPTGWERRLDHLGRHYYVDHNTRTTTWKRPSHGSVQEQQNLTEMERRAHT
ARGLPEDRQPPSAQFDASLPATNTTTAAPITATPITTTTTTTATATGATAGTGPLPAGWEMRTTPEGRPYFVDHNTRTTT
WVDPRRQQYISTIGPGSNLQVQVQPVSQLGPLPSGWEMRLTSTGRVYFVDHNTKTTTWDDPRLPSSLDQNVPQYKRDFRR
KLIYFRSQPALRPVPGQCHIKIRRETIFEDAYAEVMRQSPSDLKKRLMIKFDSEDGLDYGGLSREFFFLLSHEMFNPFYC
LFEYSAHDNYTLQINPHSGINPEHLNYFRFIGRVVGLSIFHRRFLDSFFIVSFYKMILSKRVAVADMESVDAEYHRSLMW
MLNNDITDVLDLTFSTEDDRFGETVTVDLKPDGQNIPVTEENKKEYVNLVTEWRISRRVEEQFKAFKEGFNQLIPHDLVN
VFDERELELLIGGISEIDVEDWKKHTDYRGYTEQDDVIQWFWKCIKTWDSEKKSRLLQFTTGTSRIPVNGFKDLQGSDGP
RRFTIEKSGEVTQLPKAHTCFNRIDMPPYKSYEALVAKLTMAVEETVGFGQE*                           
>Pbla_Phybl2_133299                                                             
MFTFNEESRLYWFSANPTLDEHTLQEYRLAGLLLGLAVYNSVILDIHFPRALYKKLMNVEVNLQDLKQLDPSLGKGLEQL
LVFDGPVESEYERTFQVDMESCGHVYTYDLKPNGSKIILCKENRQEFVNLYTKFLLDTSMEQPFGAFVQGFRLVCQDSAI
KASIFRPEEIEQLICGSSDLDFEALERSTVYDGGWTKDSAIIKYFWEIVHEFSYEEKKKLLFFATGSDRAPIGGLSKLQF
VIAKNGGDSDRLPTSHTCYNVLLLCEYSSKEKLQERLLTSISNAEGFGMI*                             
>Pbla_Phybl2_112040                                                             
FAFCQYPFLISMGSKMQIMEADAKQQMETKWREAFFNMIFHQKAVMPYLVLRVRREHLIEDSLRQLAQNELDLKKSLRIE
FIGEEGVDAGGLRKEWFLLLVRSLFDPQYGMFTYDEDSNLCWFNPASFENKDQYFLVGVVLGLAIYNSTILDIHLPTACY
KKLFHQPVDLTDLGVFRPSLTHGFQQLLEFEGDVENVFCRSFVAEFENFGQRKCVSLLPDGAQKMVTNENRQEFVDLYVN
YVLNSSVERQFDAFQRGFYHVCGGNALSLFRPEEIELLVRGSDEPLEIDELRRQTEYNGFEEDERTIVDFWSIMKEMEPE
KQRRLLMFFTGSDRIPATGASNMHLKITWGGNVLDRLPSAHTCFNQLVLYKYENKKKLKRMLEMAMMESQGFYVK*    
>Pbla_Phybl2_115407                                                             
SWFNYSFLFPPNVKRKILHMDAMAQMSLEYEDACVNHTLVVHAQRLLSDAPRMVRNLETNLRTATYPYLLLEIKRISFVE
DAWDQVSRKWTDIKKPLKVRFVEGGEEGMDQGGVQKEFFGVLFEKLLSAELGLFEMDPESRLYWIRPYLDTDTVRHYEMT
GVMIGLAIYNGIMINLPFPDIFWKVLVAPTEQEVDAQADNHSLFTLSDLNTDWPSLASGLEQLLQWPDEVQDVFDRNYEI
SIQVFGQGIITVPLIPGGESIPVTNNNREAFVQDYCTYFMYRAQRDAILALRRGVRSVIGSRALDLFTAAEIQVVACGLR
QGPGSQDLCMEDLESVTDYDDGYHADHPTIRQFWSVVHNSLSPDQKRELLLFVTASDRVPIGGLKELSFIIQRNGPDSDR
LPTALTCFSRLLLPEYSSEEKLEERLVTAIENAKGFGLV*                                        



>Pbla_Phybl2_118100                                                             
MDRATSNAGRSRVITVRRNFVLEDGLRGLSNLSPTAWKGTIRVSFVNELGIEEAGIDQGGPFKDFISLLVAEVFKPSCEL
FAATPKTNLFYPAASSHIIGASHVAYFELIGKIIGKAVYEGILIDAQFASFLLSKLLGRNVFLEELRELDEDIWRNLTFV
KHQDNIEDLGLTFATDEQINGKVVTHELKFLGSQTAVTDSNKVEYVYLMADYKLNQQAKEQTKAFINGFRSVIFDGWIKV
FSPPELQRVISGEDTDFDVHDLRRHTDYQNGYFDQHPVIKLMWQIVDGLTSQEKRAFLKFVTGCPKPPLGGFDYLQPPFT
IRMVSPDKDQQSMEGLGIVKSFFKINGLQNKGGRLPTSSTCFNLLKLPGKKIKHLYHIEPSK*                 
>Mcir_Mucci2_151769                                                             
MPSSTRTVRLTVIAADGLVKKDLFFKMPDPFAVVTVDGEQTHTTTVMKKTLNPYWNESFDLQVNNSSVIAVQVFDQKKFK
KKDQGFLGVINVQVSSVFDLAVGGDEMLTLDLKKSNNHDTIQGKLILNISTNVNAPIRNGTNTLASTSRSSVARNASSQS
VETPSQPQAQTSIPTTAPPSHTPATANSSTADDDARNNDLPEGWERRVDHLGRPYYVDHNNRTTTWKRPSARTAQDQQNQ
TELERRRHNARGLPEERSTSANNSTTSLAETNRQSQSHVAAATAASTAATTPPANSNSGGVVGVQNNMTTAGSGPLPPGW
EMRTNPEGRPYFVDHNTRTTTWVDPRRQQYINTIGPGSNLQVQVQPVSQLGPLPSGWEMRLTSTGRVYFVDHNTKTTTWD
DPRLPSSLDQNVPQYKRDFRRKLIYFRSQPALRPVPGQCHIKVRRDHIFEDAYAEVMRQVPADLKKRLMIKFEGEDGLDY
GGLSREFFFLLSHEMFNPFYCLFEYSAHDNYTLQINPHSGINPEHLNYFRFIGRVVGLAIFHRRFLDAFFIVSLYRMILN
KKVLVANMESVDAEFYRSLMWILDNDITDVLELTFSVDDDRFGEMVTVDLKDGGRDIEVTEENKKEYVDLVTEWRISKRV
EEQFKAFKEGFNQLIPQDLINVFDERELELLIGGIAEIDVDDWKKHTDYRGYTEQDDVIQWFWQCIRTWDSEKKSRLLQF
TTGTSRIPVNGFKDLQGSDGPRRFTIEKAGEVTQLPKAHTCFNRIDMPPYKTYESLVAKLTMAVEETVGFGQE*      
>Mcir_Mucci2_35110                                                              
MIHGEEVDITGTGIDVEFLEALPDDLRAEVISQQMAERRPSIESMDQDEISPEFLAALPPDIRNEVLRQESMDRSRRQAR
DFLDTQDMESTPADSNTSNNTPNIAVNTTELEGPSNHSKDAIRIVDKSQLATLARLVFVPQSISKALLNRLLLSLCENSK
TRSDLLSLLVCILQDGSTDLAAVDQSFMDLSIHKSTTATTNKPLKTAHEPVHAAVSAPAEHVPNLIAHRCLEILYHVVNL
NDRSLAYFLTEHDSLSYLKRRHSTEGHSGRKSKTTNKALIHHATHVKYPILVLIGLLDRPVFMENVTLMEQLMDLLQVMC
LPIPNLVSNYNKKTKSDIATTTSRRAPPQPPLIPFEYIQKIVDVLSMGECSSRTFRSTINVLSRLSPLDGAMDAIIEGLT
SIANACGQQIIVDLQQLYLILDQLKAGAELEGSALAQFSAATSHQARLLRVLKAMDYLYTRNNKRTDHAEQNEKAVLKIY
DNLDFLPLWTKLGACLSLIQEREDLLNVASVLLPLVESFMAVSKYVNHKGYTRTETANPADEFFLSFTEEHKKILNIMVR
NNPSLMSGSFALLIHNPKILEFDNKRNYFVQQLHKRSNRREQYPSLRLSLDRANVFEDTYRKLQGLTGDEIKYGKLNVHF
HGEEGVDAGGVAREWFSVLARQMFDPNYALFITSAADKLTYQPNRASGVNSEHLSYFKCVGRIIGKAIHDGRLLDAYFTR
SFYKLMLGRSVDYRDVEAVDPAYYKSLVWMLENDITDIIDLTFSVETDDFGTNKIIDLKPDGRNIPVTEENKHEYVTLVT
EQKLVLAIKDQVNAFLEGFHDIIPASLIQIFNEQELELLISGLPDIDIDEWKANTVYEGYTLSSPQIQWFWRAVRSFDQE
ERAKLLQFSTGTSKVPLEGFAELQGSNGVQKFQIHKEFGDVNRLPSAHTCFNQIDLPQYLTYEDLRANLFKAISECSTGF
AFQ*                                                                            
>Mcir_Mucci2_137936                                                             
MPTSASTRTIRLTVIAADGLIKKDLFFKMPDPFAVVTVDGEQTHTTTVMKKTLNPYWNESFDLKVTNESVIAVQVFDQKK
FKKKDQGFLGVINIQVSKVFDLEVGGDEMLTLELKKSNTNEAVHGKLILNLSTNVNVPIRNGTDTLAPGTSSSNINNTAS
SSSQSANETSSPHPAVAALAASGSNAAAHSNTNLSTNSANDNNDLPPGWERRVDHLGRPYYVDHNSRTTTWKRPSARTAQ
DQQNQTELERLRHNARGLPEDRPNSAAASAVSLENNASAASAATTPTGPNAGNVTVPNNNMTSAGSGPLPPGWEMRTSAE
GRPYFVDHNTRTTTWVDPRRQQYISTIGPGSNLQVQVQPVSQLGPLPSGWEMRLTSTGRVYFVDHNTKTTTWDDPRLPSS
LDQNVPQYKRDFRRKLIYFRSQPALRPVPGQCHIKVRRDHIFEDAYAEIMRQAPADLKKRLMIKFDGEDGLDYGGLSREF
FFLLSHEMFNPFYCLFEYSAHDNYTLQINPHSGINPEHLNYFRFIGRVVGLSIFHRRFLDAFFIVSFYKMILNKKILVAD
MESVDADFYRSLMWILNNDITDVLELTFSTDDDRFGEVVTVDLIPDGQNIEVTEENKKEYVNLITEWRIHKRVEEQFKAF
KEGFNQLIPQDLVNVFDERELELLIGGIAEIDVDDWKKHTDYRGYTEQDDVIQWFWKCIRTWDSEKKSRLLQFTTGTSRI
PVNGFKDLQGSDGPRRFTIEKSGEVTQLPKAHTCFNRIDMPPYKSYETLVAKLTMAVEETVGFGQE*             
>Mcir_Mucci2_107619                                                             
MADSESPFGSSDSLDNKNDINSLSQHCPTIVRQLQSLSSNTQSSPSVEPATINDSKEELDSLSVTGKCMCCNSELKYPHT
VSRFRCPVCDTINDLKPHVRQQLLNQPLTLKSLKKSVHECKIKERAKRKTAMVDDKEREKIYEPVEKLIETIFSSWVCLN
HSFSNGQETSLQDSGINMNDTREAYRILLNMPVNVIRSMMSAIDRLLKRPAVPLRRMVDIRFLLIILENPLLAQHNFPAE
TKYHHNLLKRVFGILSCLNNECHHGLVNWFSSHRISRARRSPLGLPTAYEADWKIASASRVMALLFAANNQSNKVHISDF
YNTMADYINLMGDFESWQSQSGKFAFCQYPFLISMGSKMKIVESDAKQQMETKWREAFFNMLFHQKASNPYLVLCVSRDN
LIEDSLRQLAQNELDLKKSLRIEFVGEEGVDAGGLRKEWFLLLVRSLFDPQYGMFTFDEDSNLCWFNPASFENEDQFFLV
GVVLGLAIYNSTILDIHLPTACYKKLLNLPVGLSDLKAFRPALTRGFEQLLEFEGDVENVFCRSFVADIEVFGQRQAVPL
VPKGEQLMVTQENKHEFVSLYADFILNKSVERQFGAFKKGFYHVCGGNALSLFRPEEIELLVRGSDEPLEIDDLKGQTEY
IGFDENEETIVNFWSIMKAMDAQKQRKLLMFVTGSDRIPATGATQMHLKITCGNNGDSDRLPSAHTCFNQLILYKYHTKE
KLERMLLIAIEESQGFYVK*                                                            
>Mcir_Mucci2_140700                                                             
MFVDKLKQGDPVPLRILQLMPHTVSFDMRLKIFREWIELDKYTCTKTANRHITVRRSQVLEDGYQQLVNLPASAWKGTIR
VSFVNELGMEEAGIDQGGPFKDFLTMMIAEAFEPNYGLFSSTKTHSFYPSATSSVHGRHHIQLFEFIGKAIGKALYEGVL
LDVQFAGFLLARLLGRNVFLQELKELDEEVWRNLTFIKHYDGNVEDLCLSFEADEQVFGKVESHELKFRGKSTIVTNSNK
VEYVYLMADYKLNQRAKEQTKAFIRGFRTVISESWIRLFSPPELQRVLSGEDTDFDVNDLRKHTQYDNGYFDHHPVIRSL
WQIVAEFNSTEKRAFLKFVTGCPKPPLGGFDYLQPAFTVRMVSIDSTNMDGTKIVNFNLLKLPAYTKKSLLKEKLVYGKY
STIQNTQRSMSIHTFTLPHTRTQPSIRTQVLN*                                               
>Mcir_Mucci2_140782                                                             
MLSKGRLAVISPRLGLLNNIPFVIPFEQRVEIFRMFVNNDKKRNNVDEFYSRPKAAATVRRDHMFEDGFDQLGSLGVELK



NKVAISFVDEFGLEEAGIDGGGVFKEFLTGLSKEAFNVNYGLFTATPEQLLYPNPSFYATEPQQLEYFKFLGLIIGKAVY
EGILLDVAFAEFFLKKCLGKVNYLDDLSSLDPELYKGLLAVKNYDGNVEDLSLDFTSTHMENGRSVNVDLIPGGSNIPVT
NQNRIQYIYSIANYRLNVQIAKQCRAFFKGLSTIVDIKWLRMFNQQELQIVLGGASVPIDLNDLRSHTVLAGFMEHDATV
KNFWKALESFDNTLRMKFVKFVTSCSRPPLLGFKELVPQFCLRNAGVDQERLPTSSTCVNLLKLPNYPTYQILREKLLYA
ITADAGFDLS*                                                                     
>Mcir_Mucci2_10111                                                              
DTERTIVTIRGEPVDISGTGIDKEFLEALPDDLREEVLNQHLRDRPAPPQPAEDDSISPEFLSALPPDIRQEVIHQEAIE
RERRERQNRQQAPASTTASALSATPASAGTANTAATSGTPAPAEDDAKAPKKKAKARRQDGAAQLVEKSQLSTLVRLLFV
PQTISKSILNRLLLNLCENSKTRGDLLSYLVCVLYDGNNDLASVDSSFALLSSPTATGKSGNSANAAAVTDNVPNFIAQR
CLEALTYIVSNNEQSMTYFLTESESLVSLKRSLSSRKGKSKEKVSTSWNKYPILVLMSLLDRPVFINNSTLMEQLMDLLS
TMCRPFPILVKKYQEKVENKQKDPNSSERPMPKPPTIPDYYLKLVVHVLTNGECSSKTFQYTLNAISHLSALDGAQQTIV
NELVEDAKQSGTQILKDLESLLDVLQSAMPGTEINSSILAPFAAATSYQAKLLRVLKTLDYMFSRKNATTTTASAENKAS
NELVQAKNEKRMLQIYQDLNFLPLWQNLGKCLSVIREKEELINVATVLLPLIESFMVVSKCTAEKGQNNVYEKVATPAIE
QQLTLSTTSPESFFFVFTEKHKKVLNIMVRNNPTLMSGSFALLVRNPKMLEFDNKRNYFVQQLHKRTTPRENYAMLQLNV
RRQYVFEDSYHQLQGRTGEEIKNGKLAVRFYDEEGVDAGGVTREWFSVLARQMFDPNYALFITSAADKLTYQPNRDSAVN
PDHLSFFKFVGRVIGKAIYDGRLLDAYFTRSFYKHILGRTVDYRDVEALDPEYYKSLVWMLENDITDIIDLTFSIETDFF
GTKETVDLKPDGRNIPVTEANKHEYVTLVTEQKLTTAIKDQINAFVQGFHDVIPAPLIQIFNEQELELLISGLPDIDIDD
WKNNTEYQGYNASSAPVQWFWRAVRSFDQEERAKLLQFATGTSKVPLEGFSQLQGSSGVQKFQIHKDFGDENRLPSAHTC
FNQVDLPQYDSYENLRANLFKAISECSTGF                                                  
>Mcir_Mucci2_178838                                                             
MLPYPFENEYQFSWFSYPFLLPPAIKRKVVLIDAMSQMSLEYEDACVNHTLVVHAQKLLSEAPRMLKNLETNLRSATCPY
LLLEIRREHFVDDTLSQMSRKWSDLKKPLKVKFIDGGEVGMDQGGVQKEFFGVLFEQLASPGVGLFTQDETTRLCWIRAV
LTYDVRMYEMVGVMMGLSIYNGVMMNLQFPKVLWKILRHQLFTLDDLEEGWPALGSGLRQLLQWDDGEVEDVFCRDYEIS
MDVFGQGIVTTSLMPNKEDPVVPVTNSNREAYVQDYCTYFMYTAQKEQLLAMRRGLWSVIGSRALSLCTAEELEMVACGH
RQGPDALDLNMVELENVAEYDDGYNVDHPTIRQFWSVVHHDLTNEQKKKLLLFVTASDRVPVGGLKELTFYIQRNGPDSE
RLPTALTCFSRLLLPEYGSRQILRDRLVTAIENTKGFGLV*                                       
>Mcir_Mucci2_126480                                                             
EEDDDQDDDDDDQENEMSRVRRTLGLHMQGLFGGMMSSDFGRFKSILASLKNNDDPTMQLVALQELAEILSVSSEDNLAG
YFSSDSFARELVRIMKGPDDMLEGLSGGNPEVMLLACRCISNLLEAMPTAVTSIVSHGAIRVLCQKLKSIQYIDLAEQAL
YALEKIAAQLPRAVVHEGGLEAALMYFDFFSIHAQRTALRTASNCMRGIDLESFPQVMEVVPTLMNTMRYSDRSVIELSC
LCWVRIAESYRSNKDCLERAISVDLLHVLYGLLPIPGNANAVHPATCQDVFRIFRSIVKASPQLGFELLKLNMIQGLCHI
LTGTTASQLPHHHHITLDSKWRDSIPTIMKIIVDLLPPLPKDDMFSTRRFRSVASRTRSASSSVAEDTPATADPRITWLD
QHPDVMLQLDAILFPLVLDIYASTVNLRVRQLVTHTCVKLLQFSSADTLNTVLKDVSLSSFLSGILTRQEHPVLLMDALY
QTELLIKKLPKVYPFLFEREGVLHEIESISKLPLEDLAPLKPVTSSSQPSQENTTVDESDDTTTDVDKQANKAAREDGEE
EEEEEEEEEEEESENEGHGQGKASSSTTTATKPTQQQQRQARMLDNHGLQAMMRNHQLLQQQHRHRHHAMENEKGVGHSR
GSSLKEILQFTHAILHPPDDDPASEQALTRLSGYLRDSIMGISSFELINSGLMKALLTYLTSNDDDTLKAPLQDRVQAFE
RVFVQQPDIDTEGNNALKKLVVRLQEILSRFESFEVVTPLESTANDSLRNPTSMLAKQLRLRLSGTSDDIPSSFKQLMVS
THAVATFRVLEDYLLARISASSILCDMEDDQDEEDEDEDDDDDEEERVIIDRDGMDIDQEEDDDDPMEHADTIMSETVVV
SKEDTQEDEQEEPAASTAASKATAASGSNSSSSSASSAPVNNKEKKDGEYKIRFSMNGTTISNDSTVYAAVHQHEVSTGN
TSSIGRNIWASSHPISFERVWVRHSEQDQKAAVVSQLADITRPKELKEDSTCYQVLLLLKALSPAIAKRTNGITPQDFVN
RKLTAKANRQLEEPLIVASSCLPTWLYWLMSETPFLFPFETRYLFIQSTSFGYARLIARWQSLQMRSNTQNGPRNDTADQ
QPVLGRMERQKVRIMRTQMLESAVKILDLFGSSPTVLEIEYMGEEGTGMGPTLEFYAATSKEFSKHSLNMWRGSDKADKG
HVNAPFGLFPKTCVKPASRSAKKVNQLFKTLGQFIAKGLLDFRILDIPFNPAFFKVALDHVEPSPALLMVSGEIDPQLAK
SVRMLTYYVEQKRAIYQDENKTLAQKSSQAKDIQVEGARLEDLCLDFTLPGDSSYELKTGGADIAVTINNVEEYIDLLQD
AIAGSGISQQINAFREGFNGLFAIDDLKLLTHAELVSLFGKASEDWSYTTLANTIRADHGFTMESEPVRFLLEILSNFSD
EEKRQFLQFTTGSPRLPIGGWKALRPVFTVVCKIPEAPLTPDDYLPSVMTCANYFKMPAYSTKEIMLERLLTSMKEGQSS
FLLS                                                                            
>Mcir_Mucci2_115941                                                             
MLNPAVKADVLKVESVFQMRHELQDAFFRALFQGVNSPYLVLEIRRDHIISDTLLQLEEKSIHDLKKQLRVQFLGEEGVD
EGGVQKEFFQLIVREIFDPKYGMFTFNDESRLCWFSPNPVVDDINIREYKLVGLLLGLAVYNSVILDLHFPLALYKKVMD
VEVGLQDLKQLDPSLGKGLERLLSFDGDIESEYDRSFQVDIQSFDHVFTCDLKPSGSKIQLNNENRSEFVELYADFVLSK
SVENQFNAFKEGFQLVCQDSAIKIFRPEEVEQLICGSSDLDFDALEASTVYDGGWTKDSDIIKYFWEIVHSFSYEEKKKL
LFFATGSDRAPIGGLSKLQFVIAKNGGDSDRLPTSHTCYNVLLLCEYSSKEKLRERLLTSISNAEGFGMI*         
>Rory_2102                                                                      
MSSRCLDTRPSSFLYQPSSSNNQSTQQESNDFYFSRNNDTIVVDVDSKRRTSSSGDIVRPIKEQPCLKSHSFPLKTHLVN
HTNVSTTTTTIMQPTHGGRYKKNKLYRKEKLKEAKSDYEDRIEEYFKQLTVGCGQKDCRNKFCASGRGGILNLQPQAALI
MSIQLASMPDSRLCTKNSFSDKSLSQKREPLQQEEKDSAPKPFLQSLFNSSSFSSLLEKKKRKKKPNSIITTKKHWATDF
WELFSYSKKMHSDEEQQQEDEGDDEESDCEDESYYQIDSDQGDSSSITSLHRDMLLDITPIAVQVDTAIHYLHQFVVAQT
VTEQEMEKWCRSVFQSWEAIGQSFLSSSSIFSDLGLHKVPLIDLDHLTKFFQAILYKEPHCKRVSRQLRLAESISDSLET
LLDRMILNVGALEEIESLEEAEGDHVRIMIEWCRSLTAVLQWIYCCKDSKIDDEVGCCSANQVLIQKLVQVLSKIARNKQ
SVIRIMMQSTISYWGPARIRWVVQTLHQYLWDHFHIGPYKHGLEDTIIMTLKCLELIYQANMKTPNHPIVSPEVFYNLDI
TKKLNIKNEYRIWKRVLLHGEGRHFIAGGSEQHQRRSRLFMTASSVLLPYPFDNEYQFSWFSYPFLLPPSIKRKIVLMDA



MSQMSLEYEDACVNHTLVVHAQKLLSEAPRMLKDLETNLKSATCPYLLLEIRREHFVEDTFQQVSRKWSDLRKPLKVKFI
EGGEEGMDQGGVQKEFFGVLFEKLVSSELGLFSQDESTRLCWIRPVSNLDRRTYEMVGVMMGLAIYNGVMMNLQFPKVLW
KSLVMPSEAMLEAVAERHHLFTLDDLEEGWPALGQGLKQLLDWQDGDVEDVFCRDYEISLEVFGQGVVTQPLMPSPVVPV
TNANREAYVRDYCTYFMYTAQKEQILALRRGLWSVIGSRALHLCTADELEMVACGQRQGPDAIELNMADLESVAEYDEYT
SDHPTIRQFWSVIHHDLTAEQKRQLLLFVTASDRVPVGGLKELSFYIQRNGPDSDRLPTALTCFSRLLLPEYSSRRKLRD
RLITAIENTKGFGLV*                                                                
>Rory_3425                                                                      
MRSHRHHLPDTDEEESDSTDESLDEDEGGSPISYDTDDSSHLDYSEMSDDVESENDSDWRAANSGLQREFSIVDNPLADE
DQDTEEEEPVDGVRGYDLAMRRRYANGYIPSVTMALSSNNELSFRPGESSAIRDDIILHPLLRGYVSHSASEIKEALTGN
ASMSHLQPYEDIIGHGALFMLRSVVSSQNRRERDADIDEDILDVDPGSQFISDGNTPTTAPTPEEDSRSTDSEDKNVLRL
LLEFTPIATVDRWDQVTQMAHITSTAAAKTTVLAEHLLNILHPDNIEENDQDRESMDEVFFDSRNNDEDHESHREVEDMD
EGAEQREDGIRVVIRGEEMDLTGSGLDTEFLEALPEDLRAEILNAQMEGHQPVIELSAEQGLDPEFLAALPDDVREDLLR
EEEVLVSRRRQDSEDQEETIPYSPESHAEQTEEQAEENLFAARTSDSQVSDDDAFYEAVNDNQAIPPAFTRYSNAIRIVD
RSQLAILTRLLFVPQSIVKALLNRLLLNLCENTKTRNDLLSLLICILQDECSDLAAVDRSFSRLFRQSDEMEGVEKERKT
SNFVNKTPSLISQRCLEIIYYVVTWNWYSLRYFLSENERFENMENGKQKYSFLVLIDLLRRPSFLNNSKLTEQLMEVLAK
ICHPIRGLVKQLDEKTKSGSEKVNPEDLLSNIPTEYFERMVRVLTTNECSSRTFRFVLSTLSNLSYLEEGFNKIIQNLKL
VANQSAEQIFKDLEVLLSILEKLKTGTQMETSALKQFSTATAHQMKLLRVLNTMHFLWTRQVDQQNGIEKKKMAIEVYKE
LKFQPLWCLLGSCLRIICDKEDLMDVATVLLPLVECFMCIARDYYISDMLADEWYFFVEFTEEHKKILNTMIRNNPPLMN
GSFFCLVTVPKILEFDNKRSYFNEALYKESSSREKFPPLQLSIRRDYIFEDTYQQLQDRTGDEIRYGKLKVHFQDEEGVD
EGGVSREWFSALARQMFDPNYALFITSAADKLTYLPNRASGVNPDHLSYFKFVGRVIGKAIHDGRLLDAYFTRSFYKLIL
GRSIDYKDLEAIDPTYYKSLVWMLENDITNVIDLTFSVETDDFGTTKTIDLKPDGRNIPVTEENKHEYVYLIAQQRLVLA
IKPQVDAFLEGFHEIIPSSLISIFNEQELELLISGLPDIDIDDWKANTVYQGYNFQSPQIQWFWRAVRSFDEEERAKLLQ
FATGTSKVPLGGFSALQGSNGLQKFQIHKEFSDINRLPSAHTCFNQIDLPQYQNYEDLRRNLFKAISECSTGFGFV*   
>Rory_3895                                                                      
MLTLELKKSNANDAVQGELILNLSANISAPIQSRAEVLTSTISSNTGESSRPNSSLVPTTANEENDDLPSGWERRVDHLG
RPYYVDHNTRTTSWKRPSRAAEDQANQTELERHQHNARGLPEQTNGQQVMSHNMTSAGSGPLPPGWEMRTSAEGRPYFVD
HNTRTTTWVDPRRQQYMSSIGPGSNLQVQPVSQLGPLPSGWEMRLTSTGRVYFVDHNTKTTTWDDPRLPSSLDQNVPQYK
RDFRRKLIYFRSQPALRPVPGQCHLKVRREHLFEDAYAEVMRQAPADLKKRLMIKFEGEDGLDYGGVSREFFFLLSHEMF
NPVYCLFEYSAHDNYTLQINPHSGINPEHLNYFRFIGRVVGLSVFHRRYLDAFFIVSFYKMVLNKKVLVADMESVDAEYH
RSLMWILDNDITDVLDLTFSTDDDRFGEVVTVDLVPNGQNIEVTEENKKEYVSLITEWRIHRRVEGQFKAFKEGFNQLIP
QELVNVFDERELELLIGGIAEIDVDDWKKHTDYRGYTEQDDVIQWFWKCIRSWDSEKKARLLQFTTGTSRIPVNGFKDLQ
GSDGPRRFTIEKSGEVTQLPKAHTCFNRINMPPYTSYETLVAKLTMAVEETVGFGQE*                      
>Rory_5451                                                                      
MNFNFEGNYKPRRNINLGGVKTVGDKKSLLLKAQNERKAREQERIKHKSVQHIQAFYRGRRQAFLVRQEIRAQFKKLLDE
FKAQSSSQDQVNSMLTLTRALILFYQPEKDKKDYLKPYVKLLIQKETSLLQKMFMTASWTWLVRFLIKKVLLESLDDVDC
CCLLASFFDSSLYPTSSDYVDMILFNLQHTQLLYYVRKRTVCSKESASILEPIYVECIKASHSSELLRVITLDLFTEPFL
LDHLSHQVALKILTYLPFNEWLCTIIDLGKSGYLKHDLAVAGLLMNVTEMCNIEQGKCLDEGNRLINYTKATQLLLSQLP
VEYLADSISNHSQHSIDQDSSDSDSEDVEMTEVVKTLYVSPELRERLESLYDMERINTILSKCMQLTTLGTEAIRSLSSF
INTLLLRWPMKKSTILNTLSYKSLTMHHLMQTLWQSWSSSKEAKLFGRFVMYQLNEAESLFTGADASESWSILYLLCEIY
TRLLLTIADNELLGDESEHHPFKRDQLIELSTQLKNISFVMFWKANNMSLSGEISHSGIQLSQLRSTVTHLLQQIHMRDT
AVAEEFNLETEQETRPQPLSKGRLAIISPRLGILNNIPFVVPFEQRVEIFRQFIQNDRRRNVDERYGARVSATIRRNHIF
EDGFNAFHKLESALKDKVAISFVDEFGLEEAGIDGGGVFKEFLTGLSHDAFNVNYGLFVATPEQLLYPNPNSFATEQYFR
FLGLIIGKAVYEGILLDVPFASFFLKKCLGKVNYLDDLSSLDPELYRGLLTLKNYDGNVEDLSLDFTITHDELGKNRQTM
SSFLQGTIDDC*                                                                    
>Rory_8914                                                                      
MSPNLTPSSSADASSSESNNLTTLGSCMCCNSELRYPQTVSRFRCPGCDTINDLKPHIRDQLSNQPLTLRSLKKAIYGCK
QKEKTKKCSSDKERERIYEPIEELLENAFSSWVCLNHSFLNPVNVIRAMMSATDRLLKRPAVPLRKMGDIRFLLIILENP
LLAQHNFPAETKYHHNLLKRIFGILSCLNHECHYALIKWLASYPYKEFIAKIELIHSFLNHRISRARGNQLNLSTFYESD
WKMASAARVMALLYYIDLMGDFKSWQSVTGKFAFCQYPFLISMGSKMKIVEIDAKQQMETKWREAFFNMLFYQKTSMPYL
ILRVSRDNLIEDSLRQLAQNKLDLKKSLRIEFIGEEGVDAGGLRKEWFLLLVRSLFDPQYSMFTYDEDSNLCWFNPASFE
NEDQFFLVGVVLGLAIYNSTILDIHLPTACYKKLLNMPVGLSDLGSFRPALKRGFDQLLEFDGDVENIFCRSFVAEIDKF
GQRICIPLIPNGEHIMVTKENRQQFVSLYADFVLNTSVERQFGAFKRGFYHVCGGNALSIFQPEEIELLVRGSDGPLEID
DLKSQTEYIGFDENEETIINFWSIIKAMEPKMQRKLLMFVTGSDRIPATGATQMHLKITCGNNGDSDR*           
>Rory_9251                                                                      
MLTLELKKSNANDAVHGKLILNLSTNVNAPIRNGTDTLAPSAAVSSAGESSQASPSLPHTATPTEESDDLPPGWERRVDH
LGRPYYVDHNTRTTTWKRPSSRTVQEQENQTELERRRHNARGLPEQNNSQSMVAVSNNNNMTSAGSGPLPPGWEMRTSAE
GRPYFVDHNTRTTTWVDPRRQQYISSIGPGSNLQVQVQPVSQLGPLPSGWEMRLTSTGRVYFVDHNTKTTTWDDPRLPSS
LDQNVPQYKRDFRRKLIYFRSQPALRPVPGQCHIKVRRGHIFEDAYAEVMRQAPADLKKRLMIKFDGEDGLDYGGLSREF
FFLLSHEMFNPFYCLFEYSAHDNYTLQINPHSGINPEHLNYFRFIGRVVGLSIFHRRFLDAFFIVSFYKMVLNKKILVAD
MESVDAEFHRSLMWILDNDITDILDLTFSTDDDRFGEVVTVDLIPNGQNIEVTEENKKEYVNLITEWRIHRRVEEQFKAF
KEGFNQLIPQELINVFDERELELLIGGIAEIDVDDWKKHTDYRGYTEQDDVIQWFWKCIRSWDSEKKARLLQFTTGTSRI
PVNGFKDLQGSDGPRRFTIEKSGEITQLPKAHTCFNRIDMPPYKSYETLVAKLTMAVEETVGFGQE*             



>Rory_9720                                                                      
MPSSTRTVRLTVIAADGLIKKDLFFKLPDPFAVVTVDGEQTHTTTVMKKTLNPYWNESFDLQVTNNSVIAVQVFDQKKFK
KKDQGFLGVINVQVGSVFDIEVGGDEMLTLDLKKSNNHDAIQGKLILNLSTNINAPIRNGTNTLASGSSSIQNISSSNNT
QPQPYSEASINNNTNNNNNSSSNHNSIEQDNDLPEGWERRVDHLGRPYYVDHNTRTTTWKRPSARTAQDQQNQTELERRR
HNARGLPEERSTAGSSSASFETRQSLPQPQSQPQSQLTTPSQVVGVQNNMTTAGSGPLPPGWEMRTTAEGRPYFVDHNTR
TTTWVDPRRQQYINTIGPGSNLQVQVQPVSQLGPLPSGWEMRLTSTGRVYFVDHNTKTTTWDDPRLPSSLDQNVPQYKRD
FRRKLIYFRSQPALRPVPGQCHIKVRRDHIFEDAYAEIMRQVPADLKKRLMIKFDGEDGLDYGGLSREFFFLLSHEMFNP
FYCLFEYSAHDNYTLQINPHSNINPEHLNYFRFIGRVVGLAIFHRRFLDAFFIVSFYKMILNKKVLVADMEGVDADFYRS
LKWIIDNDITDVLDLTFSVDDDRFGEVVTVDLKEDGRNIEVTEENKKEYVDLVTEWRISKRVDEQFKAFKEGFNQLIPQD
LINVFDERELELLIGGIAEIDVDDWKKHTDYRGYTEQDDVIQWFWKCIRSWDSEKKSRLLQFTTGTSRIPVNGFKDLQGS
DGPRRFTIEKAGEITQLPKAHTCFNRIDMPPYKSYEALVAKLTMAVEETMGFGQE*                        
>Rory_10545                                                                     
MDSKGKQKESKLDKESSQLHSQEQHLDDDSQDNSYMPGLEYEEEEEEERDHEEDDIHYDNRHEQHENEDDEDDDDEEDEG
DEEEMMNELSRVRRALGLQMEDLFGSISSDSSRFRSILVSLKNQEEPTMQLVALQELAEILSVSNEDNLVGYFSCDSFVK
ELVRIMSGPEIIADMDDDMMLALAMSEGLDAGNPEIMLLACRCISNLLDAMPTAATSIVFHGGIKVLCQKLKSIQYIDLA
EQALCALEKISAQVPRAVVHESGLSASLMYFDFFSVHAQRTALRTASNCLRNIDQESFLQVTEVTPTLMNAMSYSDRTVV
ELTCVCWVRISESYRSQRESLERVISVDLLKALFGLIPVSGNSNAVRPATFQDILRVFRSVAKTSPQLSFELLKMDILGT
FYRILTGSAAVTEQSKLSHVTLDSKWRESVPTIIKTMADLLPPLPKDGMFSSRRFKEGGPVASRTRSALPSVSGETETVT
KDPRIEWFEKNPEFLVRTDTILLPLFLDMYTSTVNVRVRQLITHTMLRLIHYTSAQDLENILKNVSLSSFLSGILTRQEQ
SGLIIDALYHAELLIKKLPNIYHVLFEREGVFHEIESLSKLPLLDDSQQSQTDNTVDESDATTTDAEKKQEGEDEEESEQ
EERKESTAGGSSQDKSSVPQRRILDRNDLQALLRGRYGLLQPPRTSRHHRHSSESEKGIGKGSVRKYIIQLAQHFVNNYF
HINNNDGTPSCIPGSSLKEVSDFTNKIMNGDKESILKTLVELSTYLKTSLTGISSFELINSGLMKALLSFLTLEEGFNNL
SLHERRKMFEEIFMDKPDIDDNCNNSLKKLVIRLHEILSRFETFEVVSPLESSSSDGLRNPTSMLAKQLRLRLTGKGDNI
PGSYKQLMVSTHAVATFRVLEEYLLTRIRVSSVLEDNGDADEEEDDEDEEHMLLNEGRNEEGLEEEEGEEEMDLDEEDDE
MSEAVEVKHGDTEDEDEASSLQDKHAKADNSHATSSGSDAKKKDGEWRIRFSLNGTVISNDATVYAAVHQYEMREGTSQT
RLGRSIWSSSYPVTFERVWVSNSETTDDTKKSTVVCQLTDSTQPKELTDDSSCAQVLFLMKALSTAITKKSVGISPQDFI
NRKLTAKMNRQLEEPLIVASSCLPSWTYWLMSTTPFLFPFETRYLFIQSTSFGYSRLISRWQSLQMRNNTQNGPRDDGHQ
SQQPILGRMERQKVRIVRSQMLESAIKIFDLFGSSPGVLEIEYVGEEGTGLGPTLEFYASTSKEFSKHSINMWRGSIKNE
TGYVDDPLGLFPKPLAKSNSKSVKKTVQLFRTLGQFVAKAMLDFRIIDIRFNSAFFKIALEDAKPSHELLVSMSQKMQEI
ESLQVEGVQIQDLCLDFTLPGDATYELKPDGAEIPVTIQNVEQYVEAIIDAVTGSGVSQQIEAFKEGFNDLFAIEDLKLL
TYSELVSLFGTSEEDWSLSTLADTIKADHGFTIESKSVQYLLEILSEMDNSQRREFLQFTTGSPRLPIGGWKALRPVFTV
VRKVPESSLSPDDYLPSVMTCANYLKMPEYSSKEIMRQKLEISMKEGQNSFLLS*                         
>Rory_14677                                                                     
MAHGVSENIAHNKVFIYEPHLITQLAELISPENDVNMELQTFAFYALDAIARHRNKLSDTLSAINASANHGIIMQILRKV
NTNEEYSQSFLEALLSFVSCLLQTQPGGQMLMSAGIIPILIQIIGNNQYNQLKNIAKIATLLDTIVNSFNTSFAAFCNAD
GLNTLLERIKREVETTSSHQTTEQGNDLHDRLSAIKAMLRFLLRMMESSGTADGLRNLIDSSLPQTLKSVMDNPKLFGNS
IFALAININTTLIHNEATSLPILQEAKLPQSFLRTISTYETPNNEVLLAAVNAFGAICLNAQGLDMFNQVKPLPHFFDLI
TSNEFLRNPIDIDCATALGSTMDELVRHHPSLKPSVFECVTTMVKKVLEMGNDMNGPGKANDNSHLIQTRSANAMDTDGN
TEEEDKSEKFECLLVSFIDMVSRFLEGLFQNTSNIKEFVEKGCPEMLLDYYSLPLLPANFSVTLGSDSLAYIFRMISEVS
PLPTMMAIVTKIKESLGSLLDPRTETQKSILIDYVDVHENEFEKVNEGSKLLRQLIQTHAYVGLLSNLCCSSVFSHGKNG
VSLATEFLSESGDRNVIQLLGQLHRIMVWENLLFKEAIPPAWYAFKHTTPSSPSLRKNITSTSEHPLGIYNTNTDANSEE
NSPGGTSGNNNTSQESVPPGKDPRMLNIKHFKLIVNEIPQLVMPVFQVLIKVSVSRRAAGPLQKPQTMKLAESLADLLKD
DIKWLNIMESSTPCKYDYLTSTYTMASLLLRDERTQTSLQTPIALAFDRRGGINLLLMNLNQLWNEALQIHSQHDEKKEK
TLKRIDGTIESLLSVIFQISSPKALRDSPCTAFLINKDKKASDYFDPFEWIVALEHKFVSLKEYLTNPHLHLFSKSAIQT
LIKIFLQIMKGEGDFSIHSTSTRTSDPFSTFTAPLMASPFTLLRTPAVASEQNIQMLVEMGFERGSAEQALVRCNNQVSR
AVDYLFSHPTPVIGNAAESSTGVTPTTNISAPEATEETNATDPVNSEQQIENINDLSTAPETEEADEDDDIESQEDEERS
DMDEDELEFSMEAPSENVEKLKQIRHDLCTSLPPFLLPLADERDDIVFDVRDLLVVLGKFEDKSKGPAAKSTNASIKILA
LLLDRIEHICTDSSKSSLLSSRFRLLALLLREPPMQATMFRLPDRFSFLFGMLQFSDEDQLPAWTATLFLVLEAFISQAD
EPKKDKRSLPNQASSFSSDNDESGNESSNEDVSGNLPSMEQGRTTIRNISSENCRKLLECCVALLKRTRLSRDIIYAVYR
MIVRLTKKQEYASLFVDLGGIPLLVTKPKSNFEGLRGHQAFIILILRHVIESECVLRHTMKDIIVSWFTNPRPRNTDITS
FVRTNAHIVLREPSMFIEVTSDICRLAGFDGYEVNRQIKLKKHDKSNENANIDEEKKSSEVVIHFLLNEIMATRAEAIVH
SKKESKEDDKKQDDNIKFVYIGFLLQYLVELISSYPSCKYDIFKFCKKQNGYPRTPGAKHRSFVSMLINDLLPYNHINPY
AEESRKQQGISTWTASTLVAMCYDPTPISEMSAQQKNELFQVRKYVLEAIVRSLKDAIASNETATVKYSKYIVLSDLCNR
ILNARLNVGSSLTRAINIDTTNDNDLNKEDAAMSNSRVMLDKNFVAVLTSAVNDVDINYPHSKAILNAMLRPLELLTRLA
INNDDSNKDSNADSNKDDPFKMDTAEEGLQLPENPADENEGAPDLYRNSALGMYNRNAMEEEHNSDDYSDIFGSSVEEEE
EFDEDSGSDLSDMSEGEGDEDGDEEMEAVINGYDSDEMDEDDDSEDMSAEAELIGDEEGNREMTWHLEDIEDDSSIIRAE
SIINEEDERGEQSPAGVMELPYDEEEDELDALSDFEDASENLDAESETDVVSDGMVLDVEDLDTPFLQTEENDDYVEGEE
LEGAPRSIIPIGFRRRLPHARRALLEGVGRTMRTPGNANGQEDVITHPLLSNNPGSQATGGSSILRNSLNDSIPRRGHGA
GFSNWQEFEDIIGGSTVRMLESILANAPSGSHGSHVRVDISNGPSGVFRSAEFERPPNPQASRSEGASGTANDDIQKGLA
LLHDFQPMTTGERWNQEARMMYGTNLGEKSLKVVNTMLNILVPVSIEEGKEEKRRLEKEARQAVLEAIAQPQESTEAIQE
EEQEEEQPNNDTQEAEASSNAMDTADTGVEPTETAAEERTTVVIHGEHIDISGTGIDVEFLEALPDDLREEVINQHMRNR
PQPSLPAEDDSISPEFLDALPADIREEVLNHEAIERERRDRQNRQATHSSSNLANSASAITSTVNNAARLSLGRSSAESE



NDDRSSAKKKNKQRRRDAAAQLIEKSQLATLVRLLFIPQTISKSLLNRLLLNLCENSKSRSDLLSYLVCVLYDGNTDLTS
VDNSFNLFSSGKMSKNAQKSTKSLVAPSISDSAPNYVTQRCLEALSHIISCNEQSLAYFLTESESLADLKRPSSIKKGKG
KEKISASWNKYPILVLISLLDRPVFINNPSLMEQLMELLSIMCRPFPVLVKKYQEKLENKQKDTSSDEKPMPKPPTILDS
YLKLIVHVLTNGECSSKTFQYTLNAISHLSALDGAQQAIVNELVTDAKGSGAHILKDLENLVVVLENSMPGTEVSSNVLA
SFSASTSYQAKLLRVLKTLDYMFTRKWNNSGNSIKDKELQAKNEKQVSQIYEELDFLPLWQALGNCLSVVREKEDLINVA
TVLLPLIESFMVVSKCTSEKDHEQSTVASESSSTDSFFFTFTEKHKKVLNIMVRNNPALMSGSFALLVCNPKMLEFDNKR
NYFVQQLHKRTASRENYSMLKLNVRRQYVFEDSYHQLQGRTGDEIKYGKLSVLFYDEEGLDAGGVTREWFSVLARQMFDP
NYALFITSAADKLTYQPNRASAVNPDHLSFFKFVGRVIGKAIYDGRLLDAYFTRSFYKHILGRPVDYRDVEAIDPEYYKS
LVWMLENDITDIIDLTFSIETDYFGTKETVDLKPDGRNIPVTEANKHEYVTLVTEQKLTTAIKDQINAFVQGFHDIIPAH
LIQIFNEQELELLISGLPDIDIDDWKNNTEYEGYSASSPPIQWFWRAVRSFDQEERAKLLQFATGTSKVPLEGFAHLQGS
SGIQKFQIHKDFGGEKRLPSAHTCFNQIDLPQYDSEQGYAEEVTGEVMISLMSMMRIKYELGPGAMEISEVLQEPSDFKS
REEEENMYNLKKESEAEKSYGTPIQSKIEVFFNVHTGKADLNKKRSTYRSYNPNQIGCFLLLVIEKFPVKTAAADAGINL
SSTYWFKKLEKKAQFSQTKKDGLIKGSWPT*                                                 
>Rory_15153                                                                     
MADYKLNQRAKNQTNAFIHGFKTVVSESWIRLFSPPELQRVLTGEDKDFGMHVLDMRKHTVYEDGYFDEHPVIRSFWQIV
EQFTFEEKKTLLKFVTGCSKPPLGGFSYLQPPFTIRMVSTELDGPASIRMIKSVLKMNTKSGRLPTSSTCFNLLKLPAYT
RKAQLKEKLSYCKCSYTVF*                                                            
>Rory_16314                                                                     
MSTRTVRLTVIAADGLIKKDLFFKLPDPFAVVTVDGEQTHTTTVMKKTLNPYWNESFDLQVTNNSVIAVQVFDQKKFKKK
DQGFLGVINVQVGNVFDTEIGGDEMLTLDLKKSNNHDTIQGKLILNLSTNINAPIRNGTNTLASGSSSIQNISSTNSTQP
QPYSEASISNNNNNTATDQDNNDLPEGWERRVDHLGRPYYVDHNTRTTTWKRPSARTAQDQQNQTELERRRHNARGLPEE
RSIAGNSTASLESSSRPSSAIITTTTTTTPGQVVGVQNNMTTAGSGPLPPGWEMRTTAEGRPYFVDHNTRTTTWVDPRRQ
QYINTIGPGSNLQVQVQPVSQLGPLPSGWEMRLTSTGRVYFVDHNTKTTTWDDPRLPSSLDQNVPQYKRDFRRKLIYFRS
QPALRPVPGQCHIKVRRDHIFEDAYAEIMRQVPADLKKRLMIKFDGEDGLDYGGLSREFFFLLSHEMFNPFYCLFEYSAH
DNYTLQINPHSSINPEHLNYFRFIGRVVGLAIFHRRFLDAFFIVSFYKMILNKKVLVADMESVDADFYRSLKWIIDNDIT
DVLDLTFSVDDDKFGEVVTVDLKEDGRNIEVTEENKKEYVDLVTEWRISKRVDEQFKAFKEGFNQLIPQDLINVFDEREL
ELLIGGIAEIDVDDWKKHTDYRGYTEQDDVIQWFWKCIRSWDSEKKSRLLQFTTGTSRIPVNGFKDLQGSDGPRRFTIEK
AGEITQLPKAHTCFNRIDMPPYKSYEALVAKLTMAVEETVGFGQE*                                  
>Amac_AMAG_00964                                                                
MATIHPKIIARIDFVALYDLGLDVVDAGAIPILLSYCSLWQDDEDDKLGDKRRGSMPRQNSSREFHLVLAPKHLTTAVCD
LFCRIPSELVPDMAQWILHDHERHHINQTYDLLPASAFYNPDINTSFNLRNDYTKWKSLRVVDLSLAAFPFLLSPTTKAA
LLKLDAVVTMRAEVKVAQYQTLFVGVRVLYLKLSVRRDHVVRDTFVQLASVSAAELRKQLKVQFVGEVAVDAGGVQKEWL
HLVMRNVVAPECGMFVPAGNHGVWFRPWVGTPVLTEVLEEYELIGKLVGLAVFHSVHFALLILINVPFPLALYKKLANER
VTLAELTEIDPDLGKGLVDPAAYEGNDLEDVYCRNFTVGVPTQYGCTVMVRATYDGFTADSPVIQLFVAGSDRSPVRGLA
RLLVIVRAGADSDRVPSAHVCFDALLLPEYAERDKLRQKLLAAIANGEGIGLRYDYDAYDGEGDAFDHDLDFSIDEDADE
GDDLWDEGTGFL*                                                                   
>Amac_AMAG_01446                                                                
MKITKTPSRRPVEPPPALKALIDQLLSCPDDAVADLVNAISDWSFPRGDLYQWTGVLNRFDTLLADLIKQGDFAHMNPVP
LAPERRHLLLAILRWTRLLLENCSNRTLYASHEHLNELLGAQDPEILEHVLWLLLRPAQRLLHQRSLRLQLMVSLERIAT
LAQPLTARDEPMATFLSPDYVVADELESVHFSFYRQQPATPETDASATAAAVAADQPPAAVDAAPAPAQAPAPSATATTE
APALTEGYVCVHVSSETVRARDPTLITRLVDEHHVSYPPPTSVAAATALATGALPPPSEGPHPVFALKHKLMIARHVDSV
AGRLALTRIRVLAIAIGVVLLPEDAATTRIVTHSLIPDIVDLMAPDHATVHDWPLKTACLHALDGIARIRSKLNEVLMAL
NASVSHGVLLSTVRRVMHFMTTNEHPVPLDYFDALHGLISFLLTLQTSGNMLLNAGLVALLVQAFDCLPENIKFGPKVVQ
MMDAIVYGFPNAFTLFNNAHGLTKLVERIETEVAYLATLPADATEADINLDRMQWLKILLKCTLHMLQTVSGPAMRNLID
TTLPQSLATLFDSLHQPLIAALGINIMATLIHNEPTCLAILQESKIPQKLIDKVAESIPPVADVILALPNAFGAASLNAA
GLEYLTQSGAVGKLVKVFLSEPHVRTLCDGEHAAIIGGGMDELVRHQPTLKPQVVAAILDVLRDMVAKGKQSAPVTSFAV
LDQPIPPKAEPSMLGMTVDALAKFLEGYFQSHAHSKEFLEGGGVALLVQIFSFPGLPYDFPSSPPSYSLSHLFRQLSETN
AKEASNAIVPIVKTKLLAWQPAKSIDECVRAQPETMDQANRVLFELVELHGLIGLLSDVYSPSSQYAGRQPPAYLQELHA
SLGLEGLQRLADLHHYCLRQMMHLRTTYPAHLYNDAKRSKPQNLLLDSWGVPSLDEPLPTEVMTKEDGKTEPKSVDDQSP
VHHNLKIMRTVLYNLHMCAAPFFHGCAKLAACRRSADDAFRATIRAFLRDLTTVLASYLDIVKDHSLPLLLRQQALGTVA
LVFLDERTNMNLQTGLVYHAHAAGRDWWAKLQPDMADPVQAEIYMTILASISAAKNYTENAYSLPLLPVKEMQLAEVLVA
SRLLVIDLLPTIDVTTMPRQAVKPFLRLLMHLLKEDGETVTRTTRTTAGGSLTQNIADMLEGGDVAGFFNLMTGAAAGGA
GAGGGGGAAVFPFPVLGGGGAGAAAAAAAAAAAAINAPLPPRPEPPAERITMLTEMGFSGAAAAEDGSPSSAAAETSGAP
AAAGEGAAQPAEGEAVAASSSSGAAAAAPEAEASGSAPAGTDTDAMVTDASTDDDGYEDVDDDDDDDDDEDENDDAMDIV
MDPASSSSPAHGAASSSANALGNEETSALHGRDLIKMIKEKRTELQKSMCELLLKLLVHHETFVNDSRDVLSQLPYEDSV
EYLLNHLDQQSALTLALLAIMFAEPQKHEKMLAAMIDATPKLLHVFFRRDDKTWLALLLIFENMLNYADEPEFMEMPRIQ
GNEIKSTPPVTANRTKVADKWPQAVRTEALTALVQWLKQDHAPPADATAEQTDAHKRHVERVTDAVFRMLVRLTRDKTGC
HEFVNEAGNVVELFTRFESALGYQLMVLRHVVEHANSAMLRATMRAEILRAVDKLGLQTNVVDVNMLIKACSHVALRDPD
LFKSLVVDMYQPAKHDAAARYLLLKPRETAPASPTPAAPTTVTIVVESLVSQLLTLRTEPDSPATHSKRVYLLKVASELA
LSYTPSKMAFMDTPRRRLSGAGLPQVTLAKPHGPTKSAYVTHLVEHLLPWPGVYTSKAMPDSVRKRLFESQCASTVLSGL
CVNPDVDATEKDPANPIHTVRRIVIDALLKALTAPDPTSIEARYGKYMALSDAVYRILSVPSRRRQSAPSLLANPAGTEV
VPVPLVKILLDRQFVSLLTGLLAKVDTHHPHAKIIVSSILKPIELLTKLSVKLSQLKTASGVTSVTTLATETPARPRGGA



ANGAAGAAGGAGHDGQGATAAEDALRHSSLGLMEGQDDVSMHDETDDDASDMDEDEEAGYDDLSSEELSEVSDEDELDET
MDNMEIVIQPNHPHQLIAEHAEEEAAAAHRHHHHHHHHDSDSDDVIDEMEVDDEEMARALDAEFHSEASGDEDDDLDADD
ENESDDDLPPAGDNANIVNDDNNEDYEDVDSDEDDGDSDGSGDEGDILDQFGGHAEVELEVEPLNEGNGAGNAFHNLFQR
FMDGAGGNDLQVDEEEFVDEEDMDEDDDDDEDGPDEMLEEELELLNQQGQRLMGGIPSPRDWISRDRHGAGGGSGGSGNM
VHPLLATTANAPVVIPLASGTLGGGGRQRGGAPLMDLGFPPLGLDSTFVQQVLARSLQQHHPELLAQFGGALSGVSNMPA
GTRIVVQSGETSMTEFKPMATHERWAAEARLLFGSTGTEKSQRVMAHVTLALLPEALELKRKKEEEDRKKREEQAKAAEA
ERKRKEEEAARKAAEEAAKKAEAAAAAGGDAEATAASSSVAPGGDAAPAAPAGDRYIVEIAGMEMDLTGTGIDPTFLEAL
PEDLRMEVIQQHMAEMRAMEAASEPVDNLPDEFLQALQPELRVGLEEQMETNAPATGAASAAAPAEGPESATGAAPQAGS
SAAAGGAAAGVPADGAAGPAAAAGSASGSAADLAQPPTKKDAMNLLDLSHVSTLVGLLFVENPIAKGNLMKLLSTLCENS
QSRTDVLTLLMRVLIEGLAQVQLNLASRDSLPLTVVEVRCLEILLNLAKTGGTTVAQFFTTAPSKETAPPMLQLIELLNR
TQYMETAIELLSVVSQGAAGSSSKAATVDSATTMIQLTPTAVQGLLHVLAGECPIKTFQFLLVAIQNLATSNASNFDLIA
QEVVVYTQRTAVALEEELAKLHATLTSAEPDDSVLKAFSHPASQQALLLRLLKTLDYLASKLKRDVPALSLGSVWAAVSK
CLVAIGDRDELVSVVLPLIESFMVVEARVPDPQFAEFIETHRKLLNVLVRNNPSLLAGSFSILVHNPKVLEFDNKRSYFY
QQLHAQKSARRAFGNVINLNLRRQNVFEQSYQQMQHLSGEELKNGKLNVRFYGEEGVDAGGLTREWFSVLARQIFNPDYA
LFKTSAVDKATYQPNRASWVNPEHLHYFKFVGRFIGKAIYDQRLLDCYFTRSFYKHLLGKAVDIRDMEAVDPSYYKSLEW
ILENEINDIMDLTFSVETDDFGKTKVIDLTPDGRNIAVTDENKHDYVRLIVEQRLTLAIRDQIAAFTEGFFDMVPRDLVS
IFNEQELELLISGMPEIDVDDWRNNTEYHHYTASAPVIQWFWRAVRSFDQEHRAKLVQYVTGTSKVPMEGFRALQGSTGV
QKFQIVRDPGGTHRLPSAHTCFNQLDLPEYESYEKLRAMLLKAVDEASEGFGFA*                         
>Amac_AMAG_01469                                                                
MVLEVKRGERDATRLPDPFATVTVDGAQKSTTVIIRRTLNPYWNDSFEVEVTPSSVITMQIFDQRLIKSSDPQPSLGIAY
VHLSQTDFNLNAVDAADEMLRLDLAKPRPDAVVRGEVIVKVSTKVSNASRAALLANATASSSSSASSMAATIDPAATARN
ERILPGKERTQSPAPSPQVTALNTLNTTGAPLPAGWEMRETPLGRPYFVDHNTRTTTWNDPRGQQSISASSPSSSSSIAH
SHRTEGLGSLPVGWEMRTTETGLPYFLDHVQDITTRVDPRLDKTVPKYRRDFQQKLDHFRAQPEMKQLPGWCKIHVSRRS
LLEDAYNVITRLPTSELKKRLMITFDREEGLDVGGISREFFLLLSQEMFNPNYGLFEYAELDKLTLKINPSSAINTEHLA
YFRFIGRMVGLAIFHGMLLDALFVRSFYKTILGLKITLSDMESVDAKYYQSLKWMLENDITDVFYETMSTEDHRFGEVVT
IDLVPGGRDIPVTEKNKKEYVDKITEWRIVKSVEEQLNEFQLGLSELVPASVITVFGERDLELLINGLAEFDVDDWVQHT
DYIGYTASDPVVVWFWQCVRSWDNEKRARILQFATGTSRIPSSGFKYLQGANGPCKFTIKRAGSDDQALPLAHTCFNHID
LPPYKSYDVLVQKLLMAVDETVGFALE*                                                    
>Amac_AMAG_01515                                                                
MASVDSHRTYAFHPSNGYDPAVRRPRPVLPLASLTLNPLLAPVIAADGLYKRDVFRLPDPFAVVTVDGAQTQTTAVIKKT
LNPYWNESFELEVTASSVIAVQIFDQKRFKRAGNQGFLGVVNVQVGQVLNLDSADADEMLTLELKKSQSVDVVRGKVIIN
LSTMVMGANRAAPVATASSSAANGAGAATASTASSTPSSAPPGASVQGNGASNHGSFSSTSDHLGSLPPGWERRIDHLGR
TYYVDHNTRTTTWNRPAVNATANNVELERQRHNERSLPGEQRNQSPAQTPQTGLHISTQTTEGQGPLPPGWESRMTPEGR
VYYVDHNTRATTWVDPRRQQTVRMYNASSSSTVQQQSVSQLGPLPSGWEMRLTSTGRVYFVDHNTKTTTWDDPRLPSSLD
EGVPQYKRDFRRKLIYFRSQPQMRPLQGQCKIKVSRNAIFEDSYNEIMRLPVAELKKKLVIIFDKEDGLDYGGLSREFFF
LLSHEMFNPFYCLFEYSAHDNYTLQINPNSSINAEHLNYFRFIGRIVGLAIFHRRFLDAFFVVSFYKTILKKKITLADME
SVDADFHRSLEWMLNNDITDILDLTMSTEDNRFGEVVTIDLVPGGRDIPVTEENKREYVEKITEWRIVKRVEEQSNAFRQ
GLFDFVPEDLITVFDERELELLIGGLAEIDVDDWVKHTDYRGYTESDEVVLWFWKCIRSWENEKRARFLQFATGTSRIPV
NGFKDLQGSDGPRRFTIEKAAGDDQALPKAHTCFNRIDLPPYKSYDVLVQKLSLAVEETMGFGQE*              
>Amac_AMAG_02476                                                                
MPSNSTQTRDGVEPATSCSTATAVSSPAAPNSSDPASNSSNLLAASTSVKDSKSSCGDEALEDLEDVEDHVEPKIVALIQ
QYYVQLTTSCGKLDIGTHSPLCGRYPDPDSPVNAAAARLAIVLGTLGPSFLCRSTCSDADSPNHLPGVVDVPSPVPCASA
ARVPSCFRVGWSQYTDASIDRLVRRWVAHHDLDDADAERDTTPWAAFSSPRALAQWIGLYLASIYRGTRAVIPGLDLARV
NSLAQTVGAAWDDHVRAWADLIALYHLGLEIVDADAIPILLGYCFLWQNDEDDKLGEKRRCSMPRQISSREFHLVLAPKH
LTAAVCDLLCRIPSDLVPDVAQWILHDHGVPSRAHGADVMRRLVLVVHDLIGWRYRLQMGNDATDSDLVNAVKTMAMLYH
INQTYDLLPAPAFYNPDINTSFNLRTDYAKWKSLRAADLSLAAFPFLLSPTTKAALLKLDAVVTMRAEVKAAQYQTLFVG
VRAPYLELSVRRDHVVRDTLVQLASVPAAELRKQLKVQFVDEVAVDAGGVQKEWLHLVMRKVVAPEYGMFVPVDNNRGVW
FRPWVGTPAPKEVLEEYELIGKLVGLAVFHSILINVPFPLALYKKLANERVTLADLTEIDPDLGKGLADLAAYANDDLED
VYCRNFTVDVPMQPGLTVTVPLVPDGANVALTRANRMEYIAQAVEFYLHRAVEVPFRAFRRGFEMVTRAVRVRKLFTASE
MQALIAGDETLDFHALEQRTTYDGFTLDSPVVQWFWSIVHDLDLVQHRQLLQFVTGSDRAPVGGLAHLPFVLVRAGTDSV
RLPSAHVCFNALLLPEYAERDMLRHKLLAAIANGEGFGLR*                                       
>Amac_AMAG_03497                                                                
MPARPATNNAAVLRTPSSSLSAIDIPAASTLSASSSSSSSTAPPPPPAAAQASQQHRRRPRSFAMDSVVSHLSNFFKRSL
ALGNNNRDANGAAGGSSSNGSSSGHRGAPPRAGGRGTSPSRASSLSSSSTTLANGGFKTPPAPPPLPATLLSYEFKDVPT
ITAAAPPSGGSHRRSRKASAGHRRSSAAHAALSDPNLTSSSCHCCRAELVHRVDAPAVRCGDCLYVNDLKPWTPPYHLAM
DALSLPAIEHLLQRRKSADHGDAPTSVPVDDHAIAHALAAAFADLAVLNASFLATQPATTRMSSGSGGSGGSAGSASRNS
SQDTVGDDKPDDADRQSLKSADAVPIPPPPAPAPVPQPAQRPAVPAKSSTDGKASSSSKPKVTQPHGLDLDAVRSAWALI
DTLPVDPFHATILTAMLRPLMRVGRALTNPHELRAWLIMFESPLLRRHSGDSVQLEALRIEVLARLLGHLSALPNHLHFH
LVEWALEWPVDAFTARIDLIHHFITHRLVELAQGPSGSDAACTANYTALPRPWLSTPGSSSAADDASSTTPSWLAPTTSP
DGPLSTRYTNDWPIMAAARTMALLFSANTKRPRVHLSTFYNTMIDLQVPLLRDFDAWERRAARFTFCQYPFLLSLQAKIT
LIEFEARRQMYARFREAMAAGFTAEMAQQVVHQHQSDRRTDRRARSRSGVRASTPASTASSGGPGSGYPGNESVTAAAAA
SADVPVPFIPLTIRRSHLVQDSMDQLSDPDLDLKKRLRVEFAGEEGIDAGGLTKEWLMLLVRDLFDPSYGLWLVPNESNP



TCWFHPACPTDMHQEYYLVGVVVGLAVYHSTILDVPLASACYKKLLGNAVGLEDLASLDVALAHGLQQLLDYPSDDVESV
FCRDFVAEYGGYGGERVRVPLIPDGENTPVTSSNKHAYVAAYVDFILTKSVTAAFDNFRRGFLRVLQGNALSLFRAEEIE
LLVRGTADIDLGPLQATAEYDGFRSNDTTVRYLWRILHALDPDMKRQFLRFLTGTDRIPATGVGNVHLKITCVDPNPDSD
RLPTAHTCFNQLCLAAYTSKSRLERKLRMAILESQGFGIK*                                       
>Amac_AMAG_03956                                                                
MLGSSRRQVNPWPSNWRRFINFTVIAADGLYKRDAAKLPYPFATVTVDGIQQSTTAIIRRTLNPYWNESFEIEVTPSSVI
TVQISDQRLRKSGDAQPSLGIANVHLGQTDFNLDAVGADRMLTLELSRPKPNASVRGKVIVNLSTKVSNMSRAASLANAS
AVNAAGAVESSASSVSSMAATSVVNPSTITRGLLGEERSQSPAQSPLVAAVNNLNLADLGPLPAEMRTMPSGRPYFVDHN
TRTTTWGDPRDQQSVSAAPPSAPSVSMTLDQLPDGWEMRTTQFGRVYFVEHNTQKTSWNDPRLGETVPKYRRDFQEKLDH
FSRQPEMLRQPGWCQFSVSRKLLFETSIAALMRLPVHELKKRPSITMDGEEGVDVGGVSREFFLLLSQEMFNPDYGLFEY
AESDKRTLKINPKSAVNPEHLTYFRFIGRVVGLAIFHGFFLDALFVGSFYKTILKQKITVSDMESFDAAHYRSLKWMLEN
DITDVLDETMSTEDHRFGEVVTINLVPGGRDIAVTEKNKKEYVDKITEWHIVKSVEKQLNAFRQGLFELVPANVISVFDE
RELELLINGLAEFDVDDWVTHSVYLGYTASEPVIIWFWQCVRSWDNEKRARLLQFATGTSRIPSSGFRYLQGTDGPCKFT
IERARGDVQALPKAHTCFNRIDLPPYQSYAMLERKTLDGRRGDHGLWARVGRVADLELA*                    
>Amac_AMAG_03995                                                                
MPLSEEEAAHFALEIIEVPGIKDKDPKRERNLTEALDKICEVGGEVDVIVLVIYFFLDAPFVGTFYKAILKHQITVKDME
SFNVDYYEPLNWILENDIPSKRRLTMSTSLSECEMIDLVPGGRDILVTEENKREYLEKITEWYIHKLELLINGIAEFDVV
WAKLSVYLVYKESDPVIAWFWQCVRTWDNEKRARLLQFATGTSRIPSTGFQDLEAIDGPCMLAIHRAQVDIQALPKALAN
NGPWALGHVVKLGF*                                                                 
>Amac_AMAG_04007                                                                
MFQISFQALYPSDGYDHAVHRPRTVPSLAGLTIFLLLAPVIAADGLYKRDVFRLPDPFAVVTVDGAQTQTTAVIKKTLNP
YWNESFELEVTASSVIAVQIFDQKRFKRAGNQGFLGVVNVQVGQVLNLDSADADEMLTLELKKSQSVDVVRGKVIINLST
MVMGANRAAPVATASSSAANGAGAATASTASSTPSSAPPGVSVQGNGASNHGSFSSTSDHLGSLPPGWERRIDHLGRTYY
VDHNTRTTTWNRPAYAFLLSRPRHSRASLVNATANNVELERQRHNERSLPGEQRNQSPAQTPQTGLHISTQTTEGQGPLP
PGWESRMTPEGRVYYVDHNTRATTWVDPRRQQTVRMYNASSSSTVQQQSVSQLGPLPSGWEMRLTSTGRVYFVDHNTKTT
TWDDPRLPSSLDEGVPQYKRDFRRKLIYFRSQPQMRPLQGQCKIKVSRNAIFEDSYNEIMRLPVAELKKKLVIIFDKEDG
LDYGGLSREFFFLLSHEMFNPFYCLFEYSAHDNYTLQINPNSSINAEHLNYFRFIGRIVGLAIFHRRFLDAFFVVSFYKT
ILKKKITLADMESVDADFHRSLEWMLNNDITDILDLTMSTEDNRFGEVVTIDLVPGGRDIPVTEENKREYVEKITEWRIV
KRVEEQSNAFRQGLFDFVPEDLITVFDERELELLIGGLAEIDVDDWVKHTDYRGYTESDEVVLWFWKCIRSWENEKRARF
LQFATGTSRIPVNGFKDLQGSDGPRRFTIEKAAGDDQALPKAHTCFNRIDLPPYKSYDVLVQKLSLAVEETMGFGQE*  
>Amac_AMAG_04818                                                                
MPARPATTHVAAVLRTPSSSLSAIDIPAASTLSASSSSSSSTAPPPPPPAAQALQQQHRRRPRSFAMDSVVSHLSNFFKR
SLALGNNNRDANGAAGGSSSNGSSSSHRGASPRTGGRGTSPSRASSLSSSLTTLANGGFMTPPAPPPLPATVLSYEFKDV
PTITAAAPPSGGSHRRSRKASAGHRRSSAAHAALSDPNLRASRPTTGMRPHLSLSTTTRSRHTLATAFADLAILNASFLA
AQPATTRTSSGSGGSGGSAGSASRNSSQDTIGDDKPDDADRQSLKSADTAPVPPPALAPAPQSAQPPAVPAKNSTDGKPS
SGSKPKVTQPHGLDLDAVRSAWALIDTLPVDPFHATILTAMLRPLMRVGRALTNPHELRAWLIMFESPLLRRHSGDSVQL
EALRIEVLARLLGHLSALPNHLHFHLVEWALEWPVDAFTARIDLIHHFITHRLVELAQGPSGSDAACTANYTALPRPWVS
TPGSSSGANDDASSTTPSWLASTTSPDGPLSTRYTNDWPIMAAARTMALLFSANTKRPRVHLSTFYNTMIDLQVPLLRDF
DAWERRAARFTFCQYPFLLSLQAKITLIEFEARRQMYARFREAMAAGFTAEMAQQVVHQHQSDRRTDRRARSRSGVRAST
PASTASSGGASSGYPGNESVTAAAAAAADVPVPFIPLTIRRSHLVQDSMDQLSDPDLDLKKRLRVEFAGEEGIDAGGLTK
EWLMLLVRDLFDPSYGLWLVPNEGNPTCWFHPACPADMHQEYYLVGVVVGLAVYHSTILDVPLASACYKKLLGNSVGLED
LASLDVALAHGLQQLLDYPGDDVETVFCRDFVAEYGGYGGERVRVPLIPDGENTPVTSSNKHAYVAAYVDFILTKSVTAA
FDNFRRGFLRVLQGNALSLFRAEEIELLVRGTADIDLGPLQATAEYDGFRSNDTTVRYLWRILHAFDPDMKRQFLRFLTG
TDRIPATGVGNVHLKITCVDPNPDSDRLPTAHTCFNQLCLAAYTSKSRLERKLRMAILESQGFGIK*             
>Amac_AMAG_05647                                                                
MKITKTPSRRPVEPPPVLKTLIDQLLSCPEDAIADLVNAISDWSFPRGDLYQWTGVLNRFDTLLADLIKEGDFAHMNPVP
LAPERRHLLLAILRWTRLLLENCSNRTLYASHEHLNELLGAQDPEILEHVLWLLLRPAQRLLQQRSLRLQLMVSLERIAT
LAQPLTARDEPMATFLSPDYVVSDELESVDFSFYRQQPAVPETDATATAATTAESPALTEGYVRVHVPSETVRARDPTLI
TRLVDEHHVPYPPPTSVAAATALATGALPPPSEGPHPVFALKHKLMFARHVDSVEGRLALTRIRVLAIAIGVVLLPEDAA
TTRIVTHSLIPDIVDLMAPDHATVHDWPLKTACLHALDGIARIRSKLNEVLMALNASVSHGVLLSTVRRVMHFMTTNEHP
VPLDYFDALHGLISFLLTLQTSGNMLLNAGLVALLVQAFDCLPENIKFGPKVVQMMDAIVYGFPSAFTLFNNAQGLTKLV
ARIETEVAHLATLPADATEVDVDLDRMQWLKILLKCTLHMLQTVSGPAMRNLIDTSLPQSLATLYDSLHQPLIAALGINI
MATLIHNEPTCLSILQESKIPQKLIDKVSESIPPIADVILALPNAFGAASLNAAGLEYLTQSGAVGKLVNVFLSEPHVRT
LCDGEHAAIIGGGMDELVRHQPTLKPQVVAAILDVLREMVATGKQSAPVTSFAVLDQPIPPKPEPSVLGMTVDALAKFLE
GYFQSHAHSKEFLEGGGVALLVQIFSFPGLPYDFPSSPPSYSLSHLFRQLSETNAKEASNAIVPIVKAKLLAWQPAESID
ECIRAQPETMDQANRTLFELVELHGLIGLLSDVYSPSSQYAGRQPPAYLQELHASLGLEGLQRLADLHHYCLRQMVHLRT
TYPAHLYNDAKRSKPQNLLLDSWGVPSLDEPLPAEVVTKEDGKTEPKPVDDQSPIHHNLKIMRTVLYNLHMCAAPFFHGC
AKLAACRRSADDAFRATIRAFLRDLTTVLASYLDIVKDHSLPLLLRQQALGTVALVFLDERTNMNLQTGLVYHAHAAGRD
WWAKLQPDMTDLVQTEIFMTILASICAAKNYTENAYSLPLLPVKEMQLAEVLVASGLLVIDLFLPTIDVTTMPRQAVKPF
LRLLMHLLKEDGETVTRTTRTTNGGGSLTQNIADMLEGGDVAGFFNLMTGGAAAGGAGAGAIPGGAAVFPFPVLGGGGGA
AAAINAPRPAAPGTAGRADRNAHGNGILACGCARGAHALEFQVAQQQQAAAAASPATPTAPAAAEAGSSSTAAAEAGASS
SASAETSGAHAALGEGAAQPAEGETAAVAASSSDVTAAAAAPEAEVSGSASAPTGTDPDAMVTDASTDEAAAAPEAEVSG



SASAPTGTDPDAMVTDASTDDDGYEDVDDDEDDGDEDDDAMDIVMDAASSSSPAPGAASSSSANAPENEETSALHGKDLI
KTIKDKRTELQKGMCELLLKLLAHHETFVNDSRDVLSQLPYEDSVEYLLNHLDQQSALTLALLAIMFAEPQKHEKMLAAM
IDATPKLLHVFFQRDDKTWLALLLIFENMLNYADEPEFMEMPRIQGNEIKSTPPVTANRTKVADKWPQAVRTEVLTALVQ
WLKQDHAPPAEATAEQIDAHKRHVERVTDAVFRMLVRLTRDKTGCHEFVNEAGNVVEQFSRFESALGYQLMVLRHVVEHA
NSAMLRATMRAEILRAVDKLGLQTNVVDVNMLIKACSHVALRDPDLFKSLVVDMYQPAKHDAAARYLLLKPREAAPASPT
PAAPTTVTIVVESLVSQLLALRNEPDSPATHSKRVYLLKVASELALSYTPSKMAFMDTPRRRLSGAGLPQATLTKPHGPT
KSTYVTYLVEHLLPWPGVYTSKAMPDTVRKRLFESQCASTVLSGLCVNPDVDATEKDPANPIHTVRRIVIDALLKALTAP
DPSSIEARYGKYMALSDAVYRILSVPSRRRQSAPSLLANPAGTEVVPVPLVKILLDRQFVSLLTGLLAKVDTHHPHAKII
VSSILKPIELLTKLSVKLSQLKAASGVTSVTTLATETPARPRGGATNSAAGAAGGAGNDGAGATAAEDALRHSSLGLMEG
QDDVSMHEGTDDDASDMDEDEEAGYDDLSSEELSEVSDEDELDETMDNMEIVIQPNHPHQLIAEHAEEEAAAAHRHHHHH
HHHDSDSDDVIDEMEVDDEEMARALDAEFHSEASGDDDDDLDADDENESDDDLPPAGDNANIVDDDNNEDYEDVDSDEDD
DDDGSGDESDLLDQFGGHAEVELEVEPLNEGNGAGNAFHNLFQRFMDGTGGNDLQVDEEEFVDEEDMDEDEDEDEDGPDE
MLEEELELLNQQGQRLMGAIPSPRDWIARDRHGAGGGSGGSGNMVHPLLATTANAPVVIPLASGTLGGGRQRGGAPLMDL
GFPPLGLDSNFVQQVLARSLQQHHPELMAQFGGALTGVSNMPAGTRIVVQSGETSMTEFKPMATHERWAAEARLLFGSTG
TEKSQRVMAHVTLALLPEALELKRKKEEEDRKKREEQAQAAEAERKRKEEEAAMNDSRRSAKKAEAAVAAGGDAEAAASS
SSASADEDAASTAPAGDRYIVEIAGMEMDLTGTGIDPTFLEALPEDLRMEVIQQHMAEMRAMEAASEPVDNLPDEFLQAL
QPELRVGLEEQMETGAPATGTAGAVAPSEGPDAAAGAAPQAGSSAAAAGAASGAPAGAAAAAGPAAAAGSASGSAADLAQ
PPAKKDAMNLLDLSHVSTLVGLLFVENPIAKGNLLKLLGTLCENSQSRTDVLTLLMRVLIEGLDQVQLNLASRDSLPLTV
VEDRCLEILLNLAKTGGNAVAQFFTTAPSKAAAPPMLQLIELLNRTQYMETAIELLSVVSQGAAGSSAKTPAADSAVSTI
QLTPTAVQGLLHVLAGECPIKTFQFLLVAIQNLATSNTSNFDLIAQEVVVYTQRTAAALEEELAKLHATLTSAEPDDSVL
KSFSHPASQQALLLRLLKTLDYLASKLKRDVPALSLGSVWAAVSKCLVAIGDRDELVSVVLPLIESFMVVEARVPDPQFA
EFIETHRKLLNVLVRNNPSLLAGSFSILVHNPKVLEFDNKRSYFYQQLHAQKSARRAFGNVINLNLRRQNVFEQSYQQMQ
HLSGEELKNGKLNVRFYGEEGVDAGGLTREWFSVLARQIFNPDYALFKTSAVDKATYQPNRASWVNPEHLHYFKFVGRFI
GKAIYDQRLLDCYFTRSFYKHLLGKAVDIRDMEAVDPSYYKSLEWILENEINDIMDLTFSVETDDFGKTKVIDLKPDGRN
IAVTDENKHEYVRLVVEQRLTLAIRDQIAAFTEGFFDMVPRDLVSIFNEQELELLISGMPEIDVDDWRNNTEYHHFTASA
PVIQWFWRAVRSFDQEHRAKLVQYVTGTSKVPMEGFRALQGSTGVQKFQIVRDPGGTHRLPSAHTCFNQLDLPEYESYEK
LRTMLLKAVDEASEGFGFA*                                                            
>Amac_AMAG_07293                                                                
MPPSTRRSRRARPAAPPAPVPNVPADESDLSDLSVSSLSESDLSDLDEDGPPSPTPPLPAATSPRRPLRTPARRPPLQSV
PPPAPSTPTSSSNKRTHARRAPSPPSVPAPPPKRARRQPPPATAPSPPPARRRRATPAATDGTTPLRRSTRLRRLAPRTM
ADPDPATPAPPPPAAPQRETVISDDDSDHDVLMAEAAPAPADSGGDAAPAAAAANDAAGRDADADDEGANDQSGVDDSSD
HDEDENDDEDEDNDDDDEPASPSSSQPPAGNGNPAGVSNRLMGLFAGSSMSGVRALAKQFQSVATQLAAPDPSELLMALQ
VLSELLLMNQEETLTAVAMVTMPEYASSDNETDGDGAPTPAAQRTRPRHVLDSIARRLVALVAPPPDDDAAQFAHALLGS
EAALMSVRCINALLDAAGSPTAGHANASLAATVLGRAGAIPALVGALRNLEYIDVAEAAIGALHKLVAGVAQSGPATVRG
FGARGSSDAGGSSDDEEGGAVSIVAAMADAEAMPALFEYLDFYPMPTQRLAAQIVSACAAHPRGAVQVIRRGVPEGALLR
NMLERFLDGDDATLSEAAVQTWGHVAALVPPKELVAFMVEKDGTAADELQMLAGHVRRTGIAAALRNACVRTATVAAAAP
AENGAASGTDEAKDDAQPDEEKAKDNTPAPTVSPIAEALVQAGVVDTLLNAAGDGTLSPTHVRLLTLLVDAEVASGAARL
QGSSTSRARHVLDCLLNLPAAPTTTAGRDEVVALIVHVLERTARSEAGAKELVDDRLIRFAIHQLADGRIAAWHALPRLL
VEADAERCRRHGLVEVKRAEPAAPTDELAPQAADGETAPASPTPSGPTLAGTRRAVDFSTPVTVSSSTSITDMTAWELMH
SRYFTDHDGAKTLVDEICALPTDRQDPVLAHIETLIHDLVERHLPQLSHVLTNQLGPQGRVARSGATGAAGQSSSPADIL
VSVIRLHIRTIKAGGGDEVKVKREPQDDAPAATPASPTPAPANSGTQDPEPPATPTRAAVASSPEAAPGSTPVRDFSTPT
TPRAVNAVPSGAADDADVDMADAPPADAPAAEAPAEAAAAGAEDEGSDEPDVEDDDGGAGDEDEAMDEDNANDNDGEADL
AADRSVSDMHVAMQAVAPIHALLRYLKVKPEDVVVTLHGHALDPQTSVFRAVYQYLQRQTAETAAESGSSPQQVSVASVF
QTLFHIEVVPRSEWTGELDTAKTDAVSPPLPETLVRILDWAAALHDAFPTAVRRPSVALARHVHVQLAQVLLAATRTQPA
WLDALLMRSRARWLLPFTLRRAYFESQCLGYARCVTRAVPAATASGTPGGAQGGNGTATAAAAANLGRIQRQKVRISRDR
ILGAAVKVMELFAPEYSMLEIEYQNEVGTGLGPTLEFYALVVAELAKCADLWQAGAAPYLMPRAGVVTKADVEAVQTAVA
DAAKTTSPLEHRTAVLEAIGKCGARRPAAQYLRMLGQLMAKALLDDRLVDLPLHPQFLEMVLSSASSEAEATDATLDDVR
AIDPTLAKSLAAMLHMADAETDPNSPTLAIDALTVQFEFLGTALVPGGSDRAVRTPTDVREYVRLVCNHVAGHATHAPAA
TLVRDGFASVLPVTSVSALFGTDEIVALVSSSRAGDNDEHWTPAAITAGMRADHGYHASSRVVQDLVLEMSAMDAARRRA
FVQWLTGAPRLPLGGWTALKPPFTVVERTVPVGEVSDAYLPSVMTCANYLKLPSYSSREVLSVRLKVAVEEGQGSFHLS*
>Amac_AMAG_08197                                                                
MPPSTSRRLRRARPDPAPLPQAPVPADESDLSDLSDLSASSLSESDLSDLDEDDPPSPTPPTAVPLRRSLCTPARRPPSH
PVPPPAPSTPTSNKRTRARRAPSPPPAPAPPPKRARRQPPPATRSATATTPPPPPVRRRRAPATPAATDGTAPLRRSTRL
CRPTRTNMADLEPASTPAPPPPPPAPAVAQREAVLDDDDSDHDVPMVEAAPADGGDAAPAAAAANDTGRDADADDEGANE
RSGGDSSDRDDGDDENEDNDDDDDDEPASPSSSSQPPQNNGNGNPAGVSNRMMGLFAGSSMSGVRALATQFQSVATQLAA
PDPTELLMALQVLSELLLMNQEETLTAVAMVTMPEYASSPDNETDGDGAPAPAQRNRPRHVLDSIARRLVALVAPPPDDD
AAQFAHALLGSEAALMSVRCINALLDAAGSPAAPGHQNASLAANVLNRAGAISALVGALRNLEYIDVAEAAIGALHKLVA
GATQNGPATVRGFGAARSSDAGGSSDDEEGATMSIVAAMADAEAMPALFEYLDFYPMPTQRLAAQIVAACAAHPRGAVQV
TRRGVPEGALLRNMLERFLDGDDATLREAAVQTWGHVAALVPPKDLVAFMVEKDGTVADELQMLASHMRWTGVAAALRNA
CVRTATVAAAPGENGTASGTDEAKDEDANAGAEKTKNGAAASPVSPIAEALVQAGVVDTLLNAAGDGTLSPTHVRLLTVL
VDAEVASGAARLQGSSTSRARHVLDCLLNLPAAPTTTAGRDEVVALIVHVLERTARSETGAKDLVDDRLIRFAIHQLADG
RIAAWHALPLLLVDADAERCKRHGLVEAKRAEPAAAPAEPAAADDDAETSPASPPPPGPTLAGTRRAVDFSTLVTVAPDT



RVSDMTAWELMHSQYFTNPDGASTLIAELRALPTDQQDAVLAHIETLIHDLIERHLPQLPHVLTNQLGPQGRVARSGATG
AAGQSSSPADILVSVIRLHIRTIKAAGDEVKVKQEPQDDAPAAAAAPASPTPAPAAQGEKPPATPTRAAVASSPEAAPGS
TPVRDFTTPTTPRAANAVPSGTADDTDVDMADDAPPAAAPEIADAAAAGAEDEGSDEPDEEDNDEGAGDEDEPMDEDKSP
DADRAADRGVSDMHVAMQAVAPIHALVRYLKAKPEDVVVTLHGHALDPQTSVFRAVYQYLQRQAAEAAAESGSKPQQVSV
ASVFQTLFHIEVVPRSEWTSETDTTKTDAVSPPLPETLARILDWAAALHDAFPTSVRRPSVALARHVHVQLAQVLLAATR
TQPPWLDALLMRSRTRWLLPFTLRRAYFESQCLGYARCVTRAVPAATASGTPGAQGGNGTATATAAANLGRIQRQKVRIS
RDRILGAAVKVMELFAPEYSMLEIEYQNEVGTGLGPTLEFYALVVAELAKCGEMWQAGAAPYLMPHAGVVTKADVEAVQM
AVADAAKTASLLEHRTAVLEAIGKCGARRPAAQYLRMLGQLMAKALLDDRLVDVPLHPRFLGMVFSSTDETEPLDATVDD
VRVIDPTLAKSLGAMLHMADAELDATAPTLAIDALTVQFEYLGTALVPGGSDRAVRTPTDVREYVQLVCNHVAGHAAHSA
AAELVRDGFASVLPVTSVSALFGTDEIAALVSSSRAGDNDEHWTPAAITAGMRADHGYHASSRVVQDLVLEMSTMDAPRR
RAFVQWLTGAPRLPLGGWSALKPPFTVVERTVPLGEVSDAYLPSVMTCANYLKLPGYSSREVLSVRLKVAVEEGQGSFHL
S*                                                                              
>Amac_AMAG_11111                                                                
MHVPSAAALAPPTAGDDATPTPSSTPPIRPRQRTTSGLQAVLSDPNLAHSLQSVASPHTDAAALTARARFEHAVRRYYYQ
LTVGCHDQHCTNKLCRANPACQRLLPDAAAVLAVQLAARRRHFFCPRCPDDPDVAIPGPAEALQNAHVHPVGLAPPPPVT
EVRSRGNRSASVPPQDATTRALRGRSPSPSPTPFLHSTLSSSAFASIFAPASNAPPVPPVPGKLPPTDDKAKTLRRNASA
DHLRVPGAGVESLKSAPGSAGNLPGLLGSTETTKPGSMLLDSFLSMTSRLTRSISAQILPASAAAANDAVDLTSATPQLP
SSASAQSLVSVTESASESGGDESTTAAAQPQPAVVLKYITKDLWDQSVARLAAAPAVTLTDEAGTDEAAAPAPTDEDGGM
TEEAHKFLLDSIKHVFSNSSALNHSFKVPASITENVHPSRLDLSSIRETYDLILAREPRARYRRCLTDAIELLLAHLDLN
LGSAVESKSKLAQFLILLENPLLDDTAFHESLFRPLLQLITRLSPRAKAVLVQWWAAFPEPQLRGLVERLQGYLSAHYHA
GPTRPDDAVVAVVRVLGLCYSANEVGNVMPYAAFYNVTLCAQMNFKDEYRAWRKLLDKSTRAPGLAALSSPIATAATATA
TASTSTPDQFSYFSYPFLLDPVAKARIMHIDAMVQMAQEYEDACVSQALVVHTQKMLLADAARTAQLEAAVQHMTNPYLV
LAVRRTHLVADTWAQLAAKPGEWKKPLKVKFANEDGMDQGGVQKEFFQVLLAQLMDPLYGLFTYDESTRYSWLNAASLEP
VRQFELVGIVLGLALYNGVIVDVRFPRLLYRRLLGDAPTLDDVKCTWPDLGRGLQQLLDWDDGDVEDVFMRSFDVSVAAY
GAVRTVELKPGGSNLPVTNANRHEYVALYVDWVCRKSVEPQFRALRRGFLKVCGGYALGLCRPEEVEQLLCGQEVDLDMS
ALEKGCGYDDGYHAAHPTIRDFWSVVHAMDLPHKKMLLEFVTASDRVPLKGLGSLTFVVQRNGPDCDRLPTALTCFGRLL
LPEYAGKEKMKRFLVTAIENAKGFGLV*                                                    
>Amac_AMAG_14561                                                                
MFFDGQFRSKRTINLGGRSAAHAPKDRAAILRQAHEERRLREENRRRQDGATKIQSVYRNHRLRTEWRAHQRAIWDFAWS
SGIAGATGEEWVEMMRLLVFFFDVTCGDATRLVNFVDPPLPCVPDDAVPTLAQCPGVVSRFGRCAFKRCVMLAVTCLPVL
SDADRDSLLRFTLTVGEVAPRAVYGTVRTHQLAVQFLATLDTGAGGEPLAQFVCGAVATDPSLASLHLLAVPDLASRFAP
PAQAVLRQSFPADTVHQLLGDPSTALWAQIADTSTASRIVCNLLDLSSVLLTQGHIDFVRRYLQTIMVAFTRLPDLERDT
ALLHRLLDTQHAAQLFDAMSAVDLSLFCTVFAPLLPHLPLNRSPFMLLRRTGLVTRLFTHVFPEGTLPVPTGALAAGSAP
WAVNDLVSAHPALVSALTVLVDFLHRLYASCGDDEFYEFRWIARDSLLHLAQFLKWLCFNAIHHSLQPVPARLLEGGVAL
LQHLFARDARRAFAPSRDYWWLAGLDTGAFIRQAVAEMPPDVMNIDEDDEDIDSDDEEGDGGAAARKEARIRANLSPRHR
LLRDLPFLFPFEDRVRLFREYVARDRMAMGIAEGVYVPPEHRIVVRRDHVVEDGFAKIHPLGSRLKGRLAISFLSELGME
EAGIDGGGVFKEFFTMLANEAFDPKMGLFDRNPEQELYPSVHGRTKLPMYEFLGRVIGKVLYDGILVEATFAPFFINKWL
GMRNFVDDMPSMDPELYKHLMFLKNYGSDVADLALDFTITYDEQGQTHTVDLIPGGRDVPVTKDNRIKYMYLVANYKLNV
LIHRQTMAFMDGLKSLVQPEWLRMFSQAELSTISLCLCCPIHVGVLTHSAGLLATLISGARADLDVADMRSHTQYTGGYA
DSHPVILDFWAVVERMGPEDRRRLLRFITSCTRAPLLGFKELQPALCIRHAGDDQERLPTSSTCVNLLKLPAYRSRRVME
AKLLYSIRSGAGFELS*                                                               
>Amac_AMAG_15531                                                                
MFFDGQFRSKRTINLGGRSAAHAPKDRAAILRQAHEERRLREENRRRIDGATKIQSVYRNHRLRTEWRARERAAWDHAWS
LGNAAASSEQWVDLLRRLVFIFDVTCGDAIRLVAMVAPPLPPPDAVPALAQCPGVVSRFGRCALQSLPGLSDADRDSLMR
FTLAVGEMAPRAVFGSESTHRLAAQFLATLDTDAGIEPLAQFVCSAAATDPSSAVVHLLSVPDLTSRFDAPAQTALKQQF
PANIVHQLLGDPSSALWAQIADTSTASRIVCNLLDLSSALLAHGQIDFVRRYLQTIMATFMRFPDLERDTSLVHRLLDTQ
HVAQLFDAVSAVDLSLFCTVFAPLLPHLPLNRSPFMLLRRTGLVARLFTHVFPTTTSLPVPTGAVAAGSAPWAVTDLVTS
QPALVNALTVLVDFLHRLYASCGDDEFYEFRWTARESLLHLAQFLKWLCFNAIHHSLTSVPARLLEGGVALLQHLFARDA
RRGYTPSRDFWWLAGLDTAAFIRQAVAEMPPDVMDIDDEDVDSDDEEGDGGAAARKEARIRANLSPRHRLLRDLPFLFPF
EDRVRLFREYVARDRMAMGIAEGVYVPPEHRIVVRRDHVVEDGFAKIHPLGSRLKGRLAISFLSELGMEEAGIDGGGVFK
EFFTMLANEAFDPKMGLFDRNPEQELYPSVHGRTQLPMYEFLGRVIGKVLYDGILVEATFAPFFINKWLGMRNFVDDMPS
MDPELYKHLMFLKNYDGDVADLALDFTITYDEHGPDTHRRPDPRRATTCP*                             
>Amac_AMAG_16422                                                                
MHVPSAALAPPSSDDATPSTPSPTAPVRPRQRTTSGLQAVLSDPNLAHSLQSVQSPHTDVAAQTARARFEHAVRRYYYQL
TVGCADTHCTNKLCRANPACQASAARCRGRSRRPARRAPGGHFFCPRCPDDPDVAIPGPAEALQNAHVHPSLASVTESAS
ESGGDESTATMAAAPQPAVVLKYITKDLWDQSVARLAAAPALTLTDEAGTEEVAAPAPTAEDGGMTEEAHKFLLDSIKHV
FSTSSALNHSFKVPSSITENVHPSRLDLPSIRETYAAILAREPRARYRRCLTDAIELLLAHLDLNLGSAVESKSKLAQFL
ILLENPLLDDTAFHESLFRPLLQLITRLSPRAKAVLVQWWAAFPEPQFRALVERLQGYLSAHYHAGPTRPDDAVVAVVRV
LGLCYSANEVGNVVPYAAFYNATLCAQMNFKDEYRAWRKLLDKSSRAPGLAALSSPIATAATATATASSSTPDQFSYFSY
PFLLDPVAKARIMHIDAMVQMAQEYEDACVSQALVVHTQKMLLADAARTAQLRGRRAAHDDPAACKRSFFQVLLAQLMDP
LYGLFTYDESTRYSWLNAASLEPVRQFELVGIVLGLALYNGVIVDVRFPRLLYRRLLGDAPTLDDVKSTWPDLGRGLQQL
LDWADGDVEDVFMRSFDVSVAAYGAVRTVELKPGGSNIAVTNANRHEYVALYVDWVCRKSVESQFRALRRGFLKVCGGYA



LGLCRPEEVEQLLCGQEVDLDMSALEKGCGYDDGYHAAHPTIRDFWSIVHAMDLPHKKMLLEFVTASDRVPLKGLGSLTF
VVQRNGPDCDRLPTALTCFGRLLLPEYAGKEKLKRFLVTAIENAKGFGLV*                             
>Bden_Batde5_90109                                                              
MPSGSTPLSKSTFDEFRTKVAALVTDKGTLGLRTLLYDTFSSVEQLSECLSLPHEENVAGLVDIHALQAWYHTVMDQSDT
TFAGAITTVLDHLKHGIQVLKPGQTNIFLIIMENPVFLNADSLSQILPKLCYILSTLSQHQRVEFAWVVQESILKSSSSH
GARAHFFQQLVGIVQQFITLRIVSNPDENMQPSLDDATMWATQTLGIFSAINDANSFIPYYEFYNESIEASIDLKEEYPK
WKSWEGLSFCNYPFVLSTSTKGDILKIESMVQMRHELQDAFFRAMFIGVNSPYLQIEVRRDHVIRDALFQLEGKSTHDLK
KQLRISFTGEEGIDEGGVQKEFFQLVVRDMFSSSYGMFKYNDESRMCWLANMSDLRDSETLEEYNLMGRIIGLAIYNGVV
LDIHFPLALYKKLLDISPDLDDLAELDPDLCRGLKQLLEFEGDIEEVYGRTFVAEIETSVGERQTLELHEGGANRPVTAE
NRQEFVDLLVDFLMNKSISSAFQAFRDGFDLVLEGSALQLFRPEELQELICGSPLLDFYALEKTTQYDGFDKDSFVIKSF
WKVVHEFTEEQKKLLLFFATGSDRVPVGGLSKLQFIIAKNGPDSDRVPTSHTCYNVLLLCEYASIEKLKDRLLTALANSN
CGFFLN                                                                          
>Bden_Batde5_19151                                                              
MEFLGRIIGKALYDGVLLDSAFATFFLAKWLGKRSYLDDLPSLDTEFYNGLLFLKKYTGDVEKDLALNFTVSENEFGVPK
IVELIPNGANISVTKENRIRYIYLVANYRLNTKIAKQCQAFFHGLSDLIHPSWLKLFDEQELQVLLGGSAVPIDLDDLRQ
NTVYSGVYDDKHPTIVMFWEVLQDFDEDQRRKLVKYVTSCSRPPILGFCELYPLFSIRDSSTDQARLPTASTCVNLLKLP
RYESKDILRQKLIYAIDSDAGFELS                                                       
>Bden_Batde5_8609                                                               
MSILSNTPQCIPFENRVQLFRNFIRIDRSQYCDESRGISIKVFRQRLLEDGFSQLRKFTCSQLKQTVRVKFVDQFGSEEI
GIDQNGIFKEFMEDICKQAFSTEFGLFKTTLDGNVTPFLNSVVHDEHLQLFEFIGRMMGKALYEGIVIDIPFALYIYAKL
LGRYNYMDDLPSLDPELYRSLTFIKDYEGDCSDLGLDFTISQDIFGHVTNVEIKPGGAHIPLTNDNVFEYIHLMADFRLN
QECKDQFQAFICGFRSIIQDQWLHIFSPMELQWLMSGENSKLDIKDLRMHTRYEGGYFDLHRTIRNFWAVLGEFTPKDQS
AFLKYVTSCSKVRFFIEGISETKMIKSTFWNADRLPTARTCFNLLKLPSYSKKSTLYKKLLYAIQYGAGFDLS       
>Bden_Batde5_17719                                                              
MFVYEEETRSSWINGASLEPERQFELVGIIIGLALYNGVMLGLRFPLLLYKKLVDVRPTFQDFRDAFPTLGRGLQSLLDW
SDGDVSDIFLRNFEISYEVYGQVKTYPLVRNGEDIPVTNDNRVQYVELYVQHYTNESIKRQFQAFCRGFHKVVGGKVLKM
CRPEELELLICGNTTAEIDFTELEHTAEYDGFLPHDEMVVWFWEIMHKMDLDQKRKLLNFVTASDRVPLSGFSSLTFVVQ
RNGPDTDRLPTALTCFGRLLLPEYASKEKLFDRLTTAIENATGFGLV                                 
>Bden_Batde5_17756                                                              
MHVATVLLPLIESFMVVSRPVVMAKKPTPTTGSNLVTSSSAGSLLLNLHTQSSTGALPAGGRLSVRQQSDVALIDRESFS
VFTESHKKILNTMVRNNPSLMNGSFSLLVHNPKVLEFDNKRTFFTQQLHKKTNTHRDHYGSLPINVRRQYVFEDSFHQLS
GRSGDELKYSKLAVRFHEEEGIDAGGVAREWFSVLARQMFNPDYALFRPSAADKVTYQPNRASGVNPDHLHYFKFVGCII
GKAIYDGRLLDAYFTRSFYKCILGIQVDYKDMEAIDPGFHKSLEWILQNDIEDVLDLTFSTEVDDFGRQRIIDLKPNGRN
ITVTDENKVEYVKLITEQRLVVAIKDQIHAFLAGFNQVIPADLVRIFNEQELELLISGMPDIDIDDWKNNTEYQNYTASS
PQVQWFWRAVRSFSQEERAKLIQFATGTSKVPLEGFKALEGSTGVQKFQIHKEFSDVSRLPSAHTCFNQIDLPQYDSYEQ
LRSMLLTAISECGTGFGFA                                                             
>Bden_Batde5_20868                                                              
MASSSYTPTAVAPDSRIVRLAVVAADGLYKRDVFRLPDPFAVVTIDGEQTKSTSVIKRTLNPYWNQSFDLVLRNESVITV
QIFDQRKWKKDKNQGFLGVINIQMSSVFNIQTGGDEMLTVELKKSSSRDVVTGKLAINLSTNLDQPAPSHSYGVNGLSTD
LGGLSLGTDASPSTASRPLSSLSSASMPIPIDSTTKLGSNVTFLSPDAANGPNGARPSSDTNSINGMSSIEDQFGPLPPA
WERRVDHLGRTYYVDHNTRTTTWHRPRVNASQEQRAITEIERTRHNNRTLPGDNSVSESNSVSGTEFFAATSPREESAMS
NAPMSASVSAAALPTDASPQAATASLGPLPAGWEQRVTPEGRSYFVDHNTRTTTWLDPRRQLNAGQAASQLAVAQQQSQQ
ALGPLPSGWEMRMTNTGRIYFVDHNAKITTWDDPRLPSNVDSNVPQYKRDFRRKLVYFRSQPALRPIPGQVHVAVRRSNI
FEDSFTEIMRVPAVDLKKRLMIKFQGEDGLDYGGLSREFFFLLSHEMFNPFYGLFEYSAHDNYTLQINPHSGINPEHLNY
FKFIGRVVGLAIFHQRFLDAFFITSFYKLILHKKISLKDMESVDADLYRSLNWTLENSIEGVLDLTFTAEDERFGEIVTV
DLKTDGKDIVVTDENKAEYIQLITEWRIGKRVEEQTKAFSDGFHELIPRDLVNVFDERELELLIGGIADIDVDDWKKHTD
YRGYTEDDEVIQWFWKSVQSWDSEKKARLLQFVTGTSRIPVNGFKDLQGSDGPRRFTIEKTGEIESLPKSHTCFNRLDLP
PYRSQSAFNRKITLAIEETIGFLQE                                                       
>Spun_SPPG_01327                                                                
MSLHPKHLNGSPRRTENTLLETSESHYSVPLTAAYLLEAAAANDSDSISTSAYQQKKTDGSPASGGLPRSASFKAALNDP
QLSKSLQDATPKRSYDDPHSPSSNSKARFERSVRRYYYQLSVGCGDTSCAHKLCASCKLGPRLTPDASAIMAVQLASRPR
LFFCPRIPTDPPAPRGPPFSSPSSTPRSSPLSSPRPSRKGSPYPDHTTGDPRSSMDEDEPSSDQLDGESSPSSTLPSRPF
LSSLLASSPFASLFNPSGVELGSSTFKRSHSTSELDDVHHDDNISQPAFDSSPTDAIKEQNVLRRGLFTFDDGSVLGLRL
LSKLTTDHATLDKSSIRSRSSTDLPSLGSISDRFSEPHCSSTSGQCTPVASISRSNSSGSLPETDTSTPIKPRTGSPLRY
VTRAHDLVFSPAIPVTAHGHEQDASSGDEEPQLSLQYLTLPLLKSAVATYRSTAVEPKLHENGSGGDDRLLGDPRFLVNT
LRTVFSDSDALNRSFLAETETRHPSGLDISAVREAYELILDVQPRKTFLIPFVNALEILLARLQLNLHRLQAGEPQRLRQ
ILILLEIPLLSDRSYHDSLLKKLCLILGALRAKSRSVLINWYSRYDREGFEKVLKVFHRYLEDHFHPSPQPDEALVAAVR
TLSMLYLANENAKNGHIVPVSAFYSESLNRKLNFKDEYKTWKRTLENPSQVTQFSYFNYPFLFDPTAKTRIMHIDAMVQM
SLEFEDAFVHQALVVHAQRFLQDSPSVVQLEHNLKQATNPFLVLEIRRQHLVQDALDQIRKKGADLKKPLKVRFIGGGEE
GMDQGGVQKEFFQVIVSMLLDPAYGMFLYDQETRYCWINGASLESEKEFELVGTIVGLALYNGVILDVNFPKVLYKKLLD
EAPTLEDVKDAWPTLGRGLQQLLEWSDGDVGDVFLRTFEISYDIYGQVKHFPLVEGGEDILVTNDNRKEYVDLYIHHYVV
ESVRRQFSAFRRGFHKVCGGNALKMCRASELELMICGTSTTDLDFTELEQGAQYDDGYGPDHEVIQWFWEIVHSDMELEQ



KKKLLNFVTASDRVPLKGLGGLTFVIQRNGPDTDRLPTALTCFGRLLLPEYSDKDKLRDRLVTAIENAKGFGLV*     
>Spun_SPPG_02553                                                                
MSEDGVVVNGSGSQHRTVKLTVVAADGLCKRDVFRLPDPFAVVTVDGEQTHTTCPVKRTLNPYWNENFDISVTNNSVIAV
QIFDQRKWKKTKDQGFLGVVNISMSNVFDVNSGGDEMLTLELKKGNTNDFVSGKLIVNLSSTTFATPAANGVGGATLAAP
PDPLVRNASISSSHSHASSSHANGTIPDGITNGGGEATGKLNRPLSTQQNRPGVGSSSGSTTPSRTGLSSTEDAQGPLPQ
GWERRVDHLGRTYYVDHNTRTTTWHRPASNATEGQQQLAEMERRRHNNRTLPAEATSASPTPASSSNTAASTPSTSVSGS
ATGPLPNGWEQRFTPEGRPYFVDHNTRTTTWLDPRRVQQQSRGSFGQQLTQGQAASQLAIAQQQSVAALGPLPSGWEMRM
TNTGRTYFVDHNAKITTWDDPRLPSSVDQNVPQYKRDFRRKLVYFRSQPGMRPTPGSCHVTVRRSNIFEDAYSEIMRYPA
PELQKRLMIKFHGEDGLDYGGLSREFFFLLSHEMFNPFYCLFEYSAHDNYTLQINPNSGVNPEHLNYFKFIGRVVGLAIF
HQRFLDAFFITAFYKMILKKKIVMKDMESVDAEHWRSLQWMLDNDITGVLDLTFSAEEEVFGVVRTVDLKPDGQNIPVTE
ENKQEYVELIVEWRVCKRVEEQFKAFQQGFHELVPPDLITVFDERELELLIGGIADIDVDDWKKHTDYRGYQETDEVVQW
FWKCVRSWDSEKKARLLQFVTGTSRIPVNGFKDLQGSDGPRRFTIEKAGEGEQLPKSHTCFNRLDLPPYRGMDILEKKLT
MAIEETIGFLQE*                                                                   
>Spun_SPPG_05681                                                                
MTKIKKAPPKRLSPVAPNVKALAVRLVECPEAEIPTIVEEVGHWPFPKTDFFHWIPVLNRFDAILESLVEEYDLKNLQNR
PFSLEHKEVLLAILRFSTHLWENCTNRSLYNSYEHLNELLLSRDLDVLAATVRLILRPAQRLGSQRSLKNTLGTAQERIT
VLSQHWGTNQSGLDLDQLMAHELSIPAECKSLYFQFYRTTSRSNPPPTENTTQENASTPSNTFKSSGGGIGQASEGKPSG
LTVISIPDIASSGESERDIFLELAEQYNVPQEQRFPLMHKIRLALGLSDVSTRRKLLAIRFMAISVLVILGTEDVIQSKL
FTYEPDLIQKLADILQTDGPDAINIDYREIQTCSIYALDSMAHHRARLGEVLTAINASANHGVLMYILRKVVSSLDLDLP
NYPQEFVEALFGFVTYIASTQSGGNMIISAGVLPVLIQLMGNMRSTQLKSITRCIVLLDSLVFGFSASFAAFTAASGLDV
LVARIKDEVDFCISLNPALRGEQMESIGSADASITLDLPHERTALLRALLKFVLHMMQTSGTADRMRNLIDTTLPVSLLA
IFKHSQYFGASIFGLAVNIMSTFIHNEPTCLTILQEATLPQTLLHAISQSIPISAEVISALPNAFGAICLNQAGLDEFNE
AKPIDKYLEVLTSEEHLRTLQDNDVPHLVGNSMDELIRHHPSLKDDVLSAIIKMLQRVVDIGQLSAPEDTDASQLQTMKV
VSDSGMQSSAELSEDKRDSRISQFIDVVARFLEGLFQNVAHCKDFIKMEGVQILLKYYTLPTLPYDFASSASSYSLSYLF
RLMIEVNASQVVAQMLKEIDGAITGAQQFLNHEGDGGYIPQFIEIQEEDTNRFLEGQRTFRSLVALQGFIRLLSDVYCTH
TLSHSKSVGAVIQTFTGDVGETLIAQFGAIYRTCVWENIVLKSTVPIQWYQSADKKSPDSRSAGAIRESSLLDVDVLDSV
LENSPGSTAANSEESVNEKDPRVKNTRYFRHLLSQIPTVLTPTLQGILKLLTARRISEPNNRKASQKIVDDIAVLLRDNL
TWERPAQNSTVNKYSYLAVVLALLSVMFVEERSGLALQTHLVLSFHKRNGSARVLEVLQALWDDAERVSLRDDLEQNAEA
KQLLGRIHGALELSINVLQTLCNSKLLHDSPLTASLVGREKDKTSTDYFDPHEFVVEMRSYIAPIMLRLWRSPYLTRAPG
NVVKSVLGVITHLVKAEGEMTNKGDINAPTLGNIAASIFNRSPTVVADEDKVQQLVDMGFPRAAAETALVRCGNHVARAA
EYLLNHPNVVAAASYSAAADASGEGASGASQETSTDAARQPNHSADTPTDAEGGISIPQGNPSVTENHANNNTAVVSEED
PELAAALALSMGTTSNSANLPAAVVDQRNDNESADMDVDPPADFPTEEKGSKQKGKALNSQPSLEVIRNELKAEIPRRGV
ELLDYVEEVIFYVKDLLCFVGKDDMPALVRSLVSDIEVYRVKVTANLETAAKGLAVRLRLFALIVSDMSWQRTAIEASKE
LIGNLLTMTESDGTHSPWLPSVLLILEAYVSLTDEPVQTKLQNDGDALDAEASGTLNPLTQQERIRLMETLVSLLKLETV
DKEMLHAILRLSVRLTRSHAVAIEFARLGGVPLLFNPARIGLYHAQPAMTVMILRHIIEDAIVLKSTMEREITHWLSYPR
QRVVDVGTFVKNCSHIVSRSPETFIDAVTANCQLTRYDASARHQQITLKSKEGVAKEGHKDEAHSDGSKLAPEQAMDIDS
PFNAELTSGSTSGPSNNAEPVDSSYLSDVSEGVVQFLVTELLAIKNAPILMSSDSTVAHEQDKVRSVAEQNQEDSKNGAQ
NVLSMQQQQLTHMRRCFLLQCLAELVVAYPTCKVDVITVSQKRAKGTPLKGTIGRNPFLNHLVYDLLPHGSLQAPPLSAQ
TADSELQRKLVESNWTTSLISGLCLGVTADFSTEKKLYPDLANVRRCVLDVIWRSLRDAVTHVEDGTEIRYARFLAIADL
CFKILTARGPTSSVPSAASTGIDDIPTNYSRMMLEKGFVNLLTQALAEVDVHHPESTTLISAILKPLEFLTKVAIRLGKA
NEVRATGTKIDSTVTPAHNGISAIDEGNTELSDLYRNSALGMYHAPSSDEEAGESTTEESEDDDAYDEFSDEEMSDAEED
EDEEVCINALISHVWTAHNLCDYVGQDSDVDDDMEIVVPQPYQGNPDPSSDDDDEEDDDEDLIGDETPEHDDDDDGDGNS
DADMSWEDGHTDYHDINEDPSAAVEIGNNTEDMEVVVMDEGPDGSDVGEGEQPESDGDIEDAIEDDEDDSEEDGRGDIVD
MYEEDLIDGEDDEAFLPVGAPGRLPFPRFGFFGGPRGARTRRIARRQVMEVDMNPAGGLDITWVADDGGPGYSNVGDFPV
LGRPLGMRPQTMNEDILSHPLLVNQGPPSNRGDSRGGDLHHRARGQPGVRTGDILDWQAFDDLIGGNALQILEHLFSRSG
GRGAAHYRVELGMPDSGVGVAPGGLAGVPASSRRESTSGTGGTAETGSTSQNVSHRTELDEQLAVIHAFAPLGTAERWFQ
EARLMYGNSVQEKAARVVNAVLNAMIPAAIEEAKLRKEREDTERKLREEEEERKREEEERRGKEQQRSLEEGRNTLHEQE
AGEISGAPIIPAEEDSTNTSSAQPMESESIPEGDTASTDRIIVTVNGSPVDITGSGIDVTFLEALPDDLRQEVINQHLRE
QQRGQQATVPPPAISTEFLDALPADIREEVLQQERREQERRTRATRPAVAGVAETGPVELDPASFLATLDPQLRQTVLLE
QDDGFLATLPPALVAEANAFRSQRTRGRYATSLYGRAPGSNLLSESQPPASSATKRSVSREAVHLLDKPALMTLIRLLFL
PEPVGKPLLHRALVNLCENTKTRGELVSLLLSILADGSADLANVDKSFAQLSLKGKSKHSVTPRKGTAVGLHQQPNNVPN
LVAQRCLETIFQLVTYNEQVARLFLVENDQIGVNLFKTPKRPKGKDKAGDMKYPVVILLSLLQRPAFLDCSVLMEQLMHI
LSSVLRRLSMVGTRSKDGNQKGTIEPSSEGRMDSTTDNITEHVSSNVGASGEMRAEQPQTAQIPQTPKKAANTGNADKAP
VIPDQYVSAVVNVLTAGVCSGKTFQYTLSVIQHLSTLANNRETITRELADSAQRLGNSMIPDLDELIGVLESAKDPVDVQ
SVTLGKFSPSTAQQAKLLRVLKTIDFIHSKASVSNDKRTDASPSARDDALSALEHQTSSAASRTGNDDGPEAKLSTIYDK
LQMSKLWQRLGMCLTIINEKDALIHVATVLLPAIESFLVVSKPYVLRRRTSTSGQIPAIPTLPRVAARHSAEYDAKNNEE
LFVAFTDEHRKILNTMVRNSPSLMSGSFSLLVQNPKILEFDNKRTYFNQQLHKRTSRDHYGSLQINVRRQYVFEDSYHQL
QGRSGDEIKFSKLNVRFYDEEGVDAGGVTREWFSVLARQMFNPDYALFRPSAVDKVTYQPNRLSYINPDHLLYFKFVGRI
IGKAIYDGRLLDAYFTRSFYKSMIEVPVDYKDMEAVDPEYHKSLEWILQNDNVEVLDLTFSTEIDEFGKKQTIDLKPNGR
DIQVTEENKHEYVKLVVEQRLMTAIRAQIDAFLSGFHDIIPKDLVKIFNEQELELLISGMPDIDIDDWKNNTEYQNYTSS
SPQVQWFWRAVRSFSQEERAKLVQFATGTSKVPLEGFAQLQGANGVQKFQIHKDFSSADRLPSAHTCFNQLDLPQYESYE
QLRSNLLLAISEGGTGFGFA*                                                           



>Spun_SPPG_05905                                                                
MTENYPSDWATRSAARVMALLSAANGHRAEQLPMADFYNTVVDYINLYRDFQIWQGDRTGAFAFCQYPFLVSLGGKMQIM
EADAKRQMAERFKEAFFRTALHGLVTDPFLSLRIRRSALIEDSLNQLQSRHFDLKKKLRIEFVNEDGVDAGGLTKEWFLL
LVRDLFDPQYGMFTFDDDSHLCWFNPASFENTEEFRLVGTIIGLAIHNSNILDVHFPPACYKKLLGHVCGLEDLKKLRPA
LGRGLEQLLSYDGDDVETVFCRDFVAEYEAFGEVKQVPLVPNGDRIPVTKDNKQEFVDRYVNWVLNDSIETQFTAFKAGF
GYVCGGNALSLFRPAEIELMVCGGTELDIHGLEGVTEYEGFTSSDRTVRNFWDIVNAYPTEMKRKLLLFVTGTDRIPATG
IQNMAFKVSCLGEDSENLPISHTCFNQICLYRYSNREKLEEKLSKAVVWSSGFHFK*                       
>Spun_SPPG_06078                                                                
MKDSFVFQSSVNTKGARNLVEEARRQRDAREAQRQQELDAQKSIAAARIVSRCIRSVASRKRSLRDLRKEWDSQCGLLEG
NVTGVKADDLLRFAWMFLKFYQPTTDWNRLGHLVKMMLPQTAASQGRGASLPFSSCLNHPDPLRAKAAANVLKNVLWICA
ERIVGSLDGPKNLHDPACKTPVMAPYLTGTEIRFFMAYMDPKQHAGNGTIEDVMWNIQRWLIDRGLFALLAKGLLERTTR
VMVNRAKLKQKRNPVLSIDSDESKLDRSTNLWVNAVLSSVMNTLVVEDIRSDIQTSAPERQQEDRNIECERRIVLFSLHV
FATPLLLSFVDAQCISLFAQRDILRRVVRIVNEDEQSRKLLFNLQGEAMIFLVGNIVELYWRLTRTGFASEQTPTLRSDV
VTTITHLLGHCQQYVREKSSNFVKYHAVFKWYSGKSVDGVPQEYYPQLVTQLSHLWSREFISSIFANIIDFEPPTPVAST
LRLIASAPSTNSGLTLTTIDARDGSLLYLTLTSTLLAYRTAILNALSFTKGLVSGLWRLLNEVGPKREGTLLYLAAATGC
LENEPLMPLLQLFCEMARLLFITLDNDEIYQRQYPFKSQELAAIVTFLNHFCFRIYWHHTPSTPSVTSQFPPVLEPAKRL
LNLLNDRSQRQAFGAEQETAWLAKEVSRSTFVDDVIKNDPRAVMILGNIPQCVPFKSRVNIFRGLIESDKAVLGGRPIAV
VVHRNAVLEDGYRQLARVPPQQLKQAIRVKFVNELGLEEAGIDQSGIFKEFLEEMCKRAFSTNLNLFHTTPDGYVTPSPT
SFIHEEHLQLLEFVGKIFGKALYEGIAIDIPFANFIYAKLLGRYNYLDELPSLDPQLYKNLTFLKRYEGEYGRLLFNRIF
RRGLRGLTFLATSCPKVTSARVNVIKVGMINIFAEIKPGGAAISVTNENKFEYVHLMADYRLNRECRDQFKALIRGFRSI
ISEKWLGFFSPTELQKLMCGENVEFDVKDLRAHVRYEGGYFDQHKTIRSLWQVVSDFGPKDKAAFLKFVTSCSKPPVGGF
QYLNPPFTIRYVAESDEGGTQTENPVVAGARLIGSAFGITLGKDMNRLPTASTCFNMLKLPAYKKKSTLKEKLLYAINSG
AGFELS*                                                                         
>Spun_SPPG_06169                                                                
MDSTDKLNLKVEQDPVATVSGNRRSARIQTSSNSSVTYPPQSTQQRSPRKRKSSEPNIGSLSGSLESTVDWTRENNPASG
PSSRRSSRLSSRTSSVSRETKSLSAASSRKGKGKAAGNTSKIGTSQSSTSKRVKNVPQASVQPPDATKKSSKKRRRPSIS
SDEKESEDNPTPQEHVTKRRRHAAVRASETITSISSSGKKGSSTLEKVDMGKDKSKSKGKLKEGDDLQVGQHEVQAPQSE
RKKSNTTKEKSKGRRGKKNDESAAEASSGSKGSRGSEHDLAEDTAPTVKASRKKRGRTQKSTSPDLSSSASHTEEPGRSD
DHYHESDDPSYDDDDDMDADFGRDDVSGPTVHRSNLSTLFGFGGGISIGGSGAMGGSSRFSSMLRQLKQKNDPTMQMVAL
QELSEVLSMATEDMFIGNGSHNLAGFNTNEFVKALVDILKGPADMGGAFGADFPLEVLDELGMSASELGFGGGMGPNPEL
MLLACRCLSNLIEAHPSSTMHVLQHGAVQVLVGKLMEVEYIDLAEQVLSVLGKISQEYPSAVVRANGLLAVLQYIDFFSL
HVQRTALTIAANACRGLNSVSMGGGITSRIMGGDSSASSANSDTGPQTVEQVFGMVKEVMPILERLLVYSDQKLVEQAVR
CLGRIVDWCWKYEDKLENLVTPSLLKTVIGLINPTGTASSGPVASNPHMFTQLVKLVANVSKGSARLGTALIEEYGIVEV
IKNYLTGGFVGSSSEQDADTDMETVATAVTNVVVNRPVEQVLEVLNLALAVVPSLPRDGMWNTTIIKDETLVEGQPNSDS
PTKRIGSIFSRGRSRSPEKNSTSRDPMDIDQRESGSVKDVSSPAARTSSDSAESAMTESPTQNKKPALDERDARRLELLR
RQPEAMQKYASQLLPIMIEVFGATVNANLRRKVVECVAKGIWYLDQPEFLAHALAKNQVFGKFVSELLSLREIAFRKSVP
DKERKEALVLVAGGVQIALVVMNRCGEKFKAWFAREGTMEELVKIVAMNDLEKEKEVEKKDESPVQSPVRTETPSTHLPT
PMGRRLSDLVKDLKRLRDQVAGHIGTSSTGTASSEASSSAVGPAADKHSEVEELLETVEALAKGSGEGTGMDERGDTTQK
SHSSSSLRIDTGRKDSTSTAGGDAEAASEMSESGASVASPTSPGSSLLHGMRSMLERLGRGSHSTTSASRRQISTAGSVI
GLNGERVAETEMRSWIVAECKSILEVCPATPMSSEKAGLVLEDLRRLGAILRGHATVDGDDPLMLSVLHAIAEHFAGRKD
TDTEVGVTGYEMLESGVMDAMADFLTKPGIPDVAAPDPDAEKPRYTLPLTARLKAFLHVFMNGPTPDPQNRPFFVQGAFK
RLVQRLQESLSRVERFEVAAAVPSSTGFSYEPIFGSMFGASGGHLREASNPSMQLTRQLKVKLMAAEPDTVPRQYQALLI
SVHAVATYKALEDYLKGRVAMAPQPTATRGATEATKDGQEVGAEVSENTPETPSRTVDEQGDIEMGDAAITSADAQVSAG
DDEADIEDEDMEDEFDDDDDDDLDDDMLNVSDLLLHSEEARRRRRRGESFTSQASAVSDGHSEDTANQPDLSGRRDSVVD
VRADMPSQTNTTAPTPASPNIPSSTSSTPASAPTSSLSSTPSAASTTGTSTATAGRSYASAAASSTNFTIEFSVGNIVVP
RDTTIFGSVYKLEQQKLGTTGAPPNVWGQVYTVKYRKVYPEAKEEGVKEEVQTTRNGSADRQMAVKLPFPTMMPEGISLD
TSPGKILYLLRLLYGLNSRWAEVYANEDAELDGVHEGGTSALPLQEGSQPMTRVAVTSRTDAPVSIDMLPPAAFANTKLT
AKLNRQLDEPLIVASHVLPSWCSSLAKDFSFLVPFETRLVYLQSTSFGYSRSMGRWQQQQQQGNGGSGSGTGRGSADGAS
HLGRIQRQKVRIARQRILDSMIKVMELYGSTQALLEVEFFDEVGTGLGPTLEFYANVCRDLRKKDGIAFGSGEKIKIWRD
DDSLDSQAVKDDNRSTKAGLVPDDYLNPALGFFPAPLTPAEVDTEKGRKILMLYKALGTFVAKALLDSRIVDIPFSAMFL
EMVVGEEEEEESAAEAALGTAGRKGAEFHLLRHVDPSLYKSLLDLKKYVHIKRSLEADPTLSPAERAARISNITVKGARL
EDLFLDFTLPGYPSAELIPNGKDIALTLDNLEHYIDRVVEMTVGEGVQRQVEAFRRGFDRVFPAADLRSFTVQELAVLVG
GAEEEDWAYDVLIDSIKADHGYNSDSRTIKHLATFMSTLNPIQRREFLQFVTGSPKLPLGGFKALNPSLTVVRKNVEAGK
KPDDYLPSVMTCVNYLKVPDYSELEVMKMRFEVAVREGQGCFHLS*                                  
>Spun_SPPG_06951                                                                
MLVVPGTLVTLSHLRDLLTRLLQQLFARDSRRRFCPPDHWLIPTDISFSEAVLKEDSNIRQPCLDILHSIPFVIPFEVRV
GIFREWVRLDRLGNGLDDQWLNPAARVTIRRQYVFKDGYTHLNALGSRLKNRVAITFISEQGLVEAGIDGGGVFKEFLTT
YVCFAFVFRSNFGELMDISLCRQAFDLNYGLFQATTDQLLYPSPHSYATQETQLKHLEFLGRILGKALYEGILVDVGFAN
FFLAKWLGRTSYLDDLPSLDPDLYQGLLFLKNYQGDVRDLGLTFSVDDTEFGAQKTIELIPNGSTIPVTNTNRIKYIYLM
AHWKLNTRIERQCKAFFGGLVDLIDPSWVRMFNQQELQILLSGTPTPISLTSLREHTTYAGGYTSTHPTILLFWTVLEQF
DEEYRRGLLRFVTSCAREPLLGFGELRPGFCIRFAGDEEDRLPTASTCVNLLKLPAYKSLEVMRA*              
>Ecun_NP_586253                                                                 



MEERFEWRWMGSPLEERLREYIQDIVEEEDPTCIARKASVYFGSWPFKDFSLRCWKELSDKLLGVASSIEKKYFSEGIQT
GKMSAKDKSLLIAIFKLFQRIFGYSRQRHPLDVSSQIMRFIYAMDLDVVIEAYKMLVFCLNYSMGLDEFSDDHDILFRCL
ELDSEDLNGEKVLSLSDKAFVEIPESLGDGDVFSILKNNVNEYGKGNLVFELRRRMSRTNQDELNVLKILGTCVFLILAK
GEGAFDVIIGKVDALEIWRLTGQELSENMEFAIMNLLDILIYDDFDFSKISRILELNNNSGFFYRRFASGLDAWTFERHM
VFLVYSTLVESQKSKYLKTGVVMDSLSRFYEYSPDVRYHLLRAIKMHCRETSTRGIGEFISRNGVRILTEYLSHAEKYDL
DENINLKYSFKILSEIYMDGRNRMDVGSFEDSFFLDVVVATIKKLCLLDTRLVSLCIGILSSFMFDEPLNLPIFMEKGAE
VVLETQTSVEPTVEYISAFISYIDAFSLNFKFQKEIADGGYLFKLLVLCREGEFLGSMSSTSRMVSLLNVLIMHHPVFKQ
DILRFYGFTIEYFKKVFEAESGRPLAEKEHCIEVFGNFFNLVERMEVYPEKRDVDVFFDSVFDLVVNPRYSCNMQNFFKG
SFGEVYRAVYREANGSLNKPIEQLILDTRRIVELGGGVSGEHDADHSWEKVLDMENGEGIASLVFSYDNQIALACILCED
FMELVNDEVKSRMFKAMGDLYLMLVRLRGAFLSICDLEEHRFLSTYRSIRNKLEESTAKKDIKLYILQSVYFCSLFLLQK
MYPVAIKTSFRDTLEFIERLVDIIVREGGDSVVLGLRLMERLSMSFKEEHYRVMSREEFTRSLLGPHPRSDRFVSVVNFF
ASRLLLRMNINSELRCMFLEYLRGVEVEDSTDIREVELGNTAIEAVGKIFGDCDGTLEPLPYSDMDMILDIYEKFYVSPL
CEKLMVRRVIRSSRCTMRLIRIRAFSSFQYFLMKDPNVYDHACFITNKFFEYSDEFIDMASNVLLFATVGRCPHKIDIKE
IGRRVSGLVTSDVSSSKVLFFLIMYFRLLHCLEMPKPCSFGLKKLILRVKTCDEMMLMRILLTYAIRPGIGDILERIDFP
SRRIKAKDSGFLKSHDFLIYRDYGAFVEKCLLKSGLVPDGAIHFRHGCHRICSADREGGFHGSSNAESGQAFIRRLVLLL
DSQECFSMVIQLLCETMLNHPFLLHDVCRYQVLDAVYERCIKKMDLSTKHKVVGESHWAVMMLVAGLYSEVFLSKSNGGT
RTENAEDSPSPCRFLLEKIRDGSSEDFLNVSFILVRSLTPMFVLRHENEEDTTMERFRESSVFMGSLGIFEEVIRRIITV
DENDSKYTLCIQYSLDYLSRVFRHCYGDILQDLDDYGDDESHEIEYYSLASESHEFGGSAFDSDESYFDDSPFHDIEDDG
FMESDETGSSEQSENMVLIKSIENDYEMPTTMYLLSSEYYAIPAEGRAEVEALICRRLYSDLIDKDTNCYEWPANDVQGN
MLCELDNPTVLWRDPENYFNKKSEDRSCVESPGRKAWDFGPAMEGGGEEDSGAGVGGQGPPNNGDVEEENEDIGSSESEV
GSLNGEMPPLDPDVLNSMAAEELEDALKAYFDERRALSLTYVPLHISFYDRLSPDVRPVFEEMERMYREGFFYDIKTEST
KESDDETIGIKENFLEMDLSIFGDFIRKSITEKDFPFAKSWKLVDALSKDAKMKGVVFKEADSMISSIASSQLGNLSAHD
AVKFRRTLCLLLSVVKSSLRYYDYFRENPEIIDRIFSLLGRIKLTNDLLRLVTDFSVVFRKDKDLVFGRNIDLKSILDCF
GRMVDSERFNLLEEFIESTADHFHTRFLDVILAEIKKQFSALHKGIGAAFPSDGFLESQKIFLRLWKMLGRITGRDGKSS
GEGNSLVMELMMDSFWHVFFENQKGKESIEDLINVSDIYEAFFIAGKVFESRFENGGEDTDEKEQCSEFKAFYRKTIEGQ
AKQINLLVDERPEKLFRNFNGLVNRSILTFGNKKKYLSRMLSVEGADKSSSFYRVYVDRSDVLRSSYFQVMAKSPEEFRT
RRLEIKLTGEEGLDYGGLTREWLVLLAKDLLDPNFALFEFATEDKTTVVPCKNSYVNPEHLSYFKFVGRIIAKAIMDGNF
INLHLSKFIYQYILGKSCDLQDLESADPEFHKSLVWIRDNPVDKSLGITFSFDDVSFGVHRTVELVEGGAHVFVDDSNKA
EYVKLATQYRLFNGIELQLSALKSGLFEILGSKALEMFDESELELLICGIPDIDVDDWKNNTLYYGYAENSKTVIWFWRA
VKSLDSVSRAKLLQFVTGTSTLPFEGFSHLQGNNEVQKFSIHKVSDRIDSLPTAHTCFNQLVLPEYSSYENLLKYLTLAI
NECSTGFGFI                                                                      
>Ecun_NP_584732                                                                 
MNSCLKDEYKQQMTGCCSQIPCYKVFCRDGLEDEAAETLSELFSRYGDVFLCRNIRRTIEQTSSISVDASGSVILDFFFR
LGTMGPRRGTSVEESRFGPDSGPELYVKDRESRGVLRMENGMQSVEWAKRMFRKKGTPLSKGHRSDDRFGCLKINEMRGE
FDATTRLDHSICGLISGKEEITVEDRYILIGVLQLLLKKYEGSLHFTLGMIILRIYCTISKYGDVDETYYPTLYKTFDSI
RSLYSEMLKKTTLSEGITCRGERIDSRGDMPICIYLPKFTKVDLSMLVDNITCILNSSEVVDSRESKRIDNLLSILHLLY
LVNEECGLLSYKKFYLVSFCSRMNFREEFKHFRAKSKTPLNFQFILPVHIKAELIKYENNDRMKTSLQDSFFKSLFEGHV
DPYLFITVSRETVYRDSIEIFKKINVLDARKQLRITFRNEEGVDSGGIRKEYFQLLSQEIKEDERLFEHTENRIWIRPHE
GDGEGYEAIGRIIAIALYNNVVLNIPFPSLFFKKLLDRRPTLDDLREISSGIATSLRNLRRLSRDEVDSLDLRFVVEHSV
DGIPRSYPLVKNGEDIKLTSENMRLFIEKYVEFHTDALIKPQFESIKRGFYSIIDKDKLAYLDPKELEKIMMGSNTFDIK
AIRSTTTYSGFREDSPIIVYFWEIFEAFNRKKRKKLLQFITGNDRIPVSGPASLKLVIMRNGCDTDRLPSSQTCFNTLLL
PEYSSKDKLEGKLETALELTAGFFLL                                                      
>Npar_EIJ88658                                                                  
MEALSISDTEFYAFVGFFIGHVIFQQVQISVRFSRTLYMALLKKKGTSNDIANETLKTSLDWIKNNSVDQMEFVLKSGKK
VTDANKEEFIEEFIYEETYGKRVGYPAMAQGFSKAVSDDIYNFQPHQLERLLSGVDHISIKHLKTLAIYRECTFQTEEVM
NFWHILENSNEEFRRNVLRFITGSSSLQSIPGSHSECIIITQMNIQGFLPTANTCFRRIVLYKYKSYSELKNKLERAVKE
NGGFHFI                                                                         
>Npar_EIJ88545                                                                  
MRRFIMKSKESKQNLELVEKLKKQIIYGCGGGLCIGIFCKLSDIESISDEIVELLLEYDDYFTCESLYFIHGRAAHTAQQ
ESKYYSTRIGLHPNMSVALLPQAVKKQMNELSNVQNSAGKIISHINTAQNILKYFYMSLKSTGQSSYSCSPIMHREFGVP
LSLVQENFLLLPKPYTDENSKKEYLRMELARVIHKKKAKTEAIVLQGLFYHELNRLKAGYSIHTTIRIIKLFNAVKECVK
FEKKYFIRFLESIEMLCQVTKAENILCMDRCNKMLGGFSYKKVPECGFKEHEEFPVITRPIPVKELCSRVIEECPLCNET
LKDCEYPHCDSLCYASNKLCINELIDLIKSLIIVIDNTSVINMREGTLLLAILKSLKGLYEFSVETGLIHHSMFVNRRFS
RLLNYKAEVRYHKERSHSIFDFPFILDMPAKSDLIQIENTDRMKAELQDAFFRSMFEGQVDPYLNLEVGRESVVEDSLRL
LESLEEGTAWKQLKIKFVGEDGIDSGGIKKEFFQILSQKTLGEWDIFRESNGCLWFNHFSDEELEKRKTQYKILGSILGL
AAYNGAVLCFYFPQVFYKRLLGYSGTFEDLKTVEPTIYQTLTQIKEMSPEEVSSLSLEYTLNGKVHEVSHHNIEEFTQVY
CKELLETRLEPAFALIKEGLWRICGDTFIKSLLPCELSILIGGMECINMEELERYTIYNGYRRDSELIQSFWEIFKQYDI
TMQKKFLRFVTGTDRAPSGGLSRMALVFMRNGGDTDRLPSSQTCFNTFLIPEYSNKKKLKEKLDLAISNTEGFFLL    
>Npar_EIJ87695                                                                  
MKIERPMERRFSQPGKQISNIIKQLSNLPEEELPTYLNNIYEWRCAKTDLLYWVDVLDRFDEILKAVVTEYGLGQFQNKP
MKESDKEMVYAILKFQKLLVENSSNKSMFSSFDVVEPFIYSFELDLAIEALYLVSFFASKIHIQRSIKTSMALMKMETLK
ILIERVKEKPQSMYTYYDETTNNCKRVSIKKAVKKGIYSISDKMLPSQEMRRFIHAIRLHEMAEQHEKLKIIRMLAFSAL



VYYSYTDLPIDSEFISRDLPETLAIINTESYQMREAAVTMIDAIFRMRIRHSAVIAAMNAQSHEGMIMNLLKKVVNEDVP
EHFAIVFFNFLSSCFASGPCVSALFSAGIVQYVCNTLRDRPDISYRKRMRLVMGANTFLFTLPAPFTWFISENGIRILSK
ELLLAVDVAVGNIKDHDLLMYINSIMKIISQLFKNAGTAEAMRGFLEGEFPRAISLILFHSEEFTPSILAYLFSAVGDYI
HNEPSNLPFIIEAGIFDGFVMCMKKELPESPDFLLELPNLIEAFFLNSELIKKIDEENILDRIFESFEIVNLSNIILMYD
IGRAYGIFLENLVRHYPIISLTVKEKIYNTMKNLESMIPNTDLELMRLLLGNLFRMMHRAVYRKTTNNQLITDKGLLNNR
IISMLMLIEIPTETELYTDVMNILMEVFDEDQTYVISYIAKVIDRVMKNKVTLENIEKIKRILLIVNYLIFKNEETCEEF
IKHCTSKGFLQIVKRISQYFDNLKKDTALVSVAKNESLTNLYYSFTMGILKTVYRYSKTNAKEYLKIFGLLVEDLLSKTE
QIDHLYYTQRMHGLKNYIMVDKSPQQYPQKNEFVVTQEYLMGINLSETLMEHAKNSVSMLKSEKITMDAHKKVVSSILEV
LSIYVRGIKNLFVPVKEPKKKVCEIEEHVLIIAELLMDYIDKSSIEHLLNIVKTAFFVTLRKQITKEVDRENEGSAEYKR
RNILGSFFISVFLNLPKEETEAVLKSDIFTILVKNKKTFKQVYNKNCFGLLQYAAIKESRVFSHLVSFIPKMTKQVGAST
DPAFLKLYAVGLVFVAIRDTLKKTTVLSRFIGNVVFAESMCPMVVEAQGIVILAIVKLKIEYNLAITIEDPIIHLNRIYA
IVETAEQKESLVILANLLIRRVIESKEAAKEAVDTIIKNKHLGKSRMYTVHTVCSNLRNALFYSITSFLEYLSSNFECIS
AGWEDIRHKLPDEPANPTESGQISEAVLETLSDGLFTKQIKIYSGLNAELFRTLFVHRATGKMEQIVRIHSLCLLVVSFP
QLISTLVLEDYSFFMYFLENHAAYSKSLKPSAFQQEDKTLAYWSGHFIMLIFNHTTYVEVKKYILEKVLELLPTSINATV
IFSELIQEILTMRFSKNTFDENTALVKEMNCLEVMIRSTMQIDNRRKDYGSIMEILTKPMEYITRILAVDEKEAFYEEVT
QSEEEVYFEDIDEGYMEDFDTDETMDSDQVVYDDTEENSQEVGELCSEDSLTVYTAESNNYGEYLMSDEESSSEEEGMDE
EQFSSEQSEKNEFLKSLCILPISKLIGKEMEIFNADERMPFVQKILEGIIISNLQEKEPSSTDEETFDSEEGSYRRHQYL
MRREEENDDEELNDYAIDPTDPDAHLDDEGPEEIDEGVDEYDDESQYDYDGNGSDDEEYDDEESFATGEEIAIGDENGEI
PELDVEVLNNLPSSILEDTVENFYQDRISSSTEYRAISLHFLNRLREEVRSVFEEHEARYMETFAGEIVPRREEKKKKPQ
EMPFIAEREAAASVPIDIVFGLIHMVLQCGNRRNLYRIIHNISANKEVRIFSVETLVNSIHQAMVEGASSSAGAGSSTVN
ASAGSSGNNEAIAPEVITKRGFEALTYLCTKSSDFTTVFSYNTELINKILQATNKRTIAESVKLLSTVGDCFNNDKVSEP
ENIEVRKYIGFLEYDMTDDTFKHFCEFIKKTDRFYRPMYLLYLMGGSKKSLEECLDKKAEFNSHTHHKGIIKLVRMLSLV
NIMGITETYLDSLMELREMPFWEYYFNIILPKEKESLYASSILPLFKAFVIVHTIQMYIGRNENVNEFSEIPNSDSSIYY
NVVEKEKDLINTFIQADPDLLFHAFAGLQKKILDFDNKRIYFYKKIREDVQLRPTISLMVQRGAVFEDTFHQLMRLNGEQ
VRNAKFNIKFAGEEGVDAGGLTREWYSELSKEMFNANYALFTPIGSSYQPNHISHINPEHLVYFKFIGRIIGKAVYDEMT
VDCHFTRAFYKRVLSIPVDLTDVEALDPEFHRSLVWILENDIENVLEMTFSLEQDRFGITEVIDLKENGRNIAVTNENKR
EYVELVCRFKLVRVIERQLSAFAEGFFEILDVDMLRMFNEKELELLISGLPEIDVDDWRNNTIYFGYTSDSQVIRWYWRA
VRNFSMEERAKLLQFATGTSKLPLEGFAGLRCQNGNQKFQIHKASGGSSRLPTAHTCFNQLDLPEYDSYEQLVKALLFSL
EECTSGFGFA                                                                      
>Ttra_AMSG_00776                                                                
MAQGMLRTHGSVLEEVNGRDGRASHPVTPTKEAMALGGGLATETFWSPMGEAGDAVSVASSCWSPDSSNARQGEAETDGS
LLFSASSSSILVESLFSSPDGGNVRGGAGAADGGSSLDFPLFEVRSGSPPASPNADKEPWTASVSYSVSPSVSPSLREVR
REAAALGSSSLPRMSHAQISSLPHATQVAYMTMQRAALAAAEAQLALESLAVQGGSQGALDRLAQVLEAKNAEARKQLAA
FEAAYGRTLAPAAPQTYDSAWICAQAPATPEMHSGGHLPLGLKTHEAFRADAELGDEFELVDSDAVSGPGSVVLMQERTT
GVEVLVRSFRTSTPHEWHALIRHLSALQRLSHPAVARLVAFYRSGGSRTSWQVAVPAVAHASVSRWMAELAESAHTARAQ
HEIKLTFLRQLASAVHYVHEAGIAGLNLTTPGAVVVTADGSPVLCDFSASSDPVNSLSNTPTRELAVPSGGGDALLPARA
RDLAELGDLAVALFAELTGGGPVVRVDGERAVWAARRVAAEAPLLASFLAYLLQPTSQLEAALASVPGAGGSILLRHPLF
VAPVAPSIGCEPSAYNAKEVRLVALFKKIRARVYNAGRAKVGKIIIRRMYLVRDALNVFQKIAVLDRPDWCFRLNVAFDG
ERGVDAGGLSSDMFTHVFRALIHTPFPYRSARSSAGDDDDDEFGSVPGGYVKFRGKPLFEVADGGAMPVALPLGEPCIDA
VMDAHDMAKAFHSIGLVLGKCFLDGFLIEDVFARPLYSYLLAAAPAMAGCKLAAAGGEAEMLSALSAAAAETSAKLALGL
DDLAAFDPVKAAALGELLNVAAPEELYLSFLDVAPGAKSGGTVTRERTSAYVAAVVRHDLLGRGRAESLAAIACGFYDVI
APLLGDEMVLLSPTSLQALLCGAKVVDVEEVVAKLEFIEYPDDETASLAKAQLVAVLRKWGTEAMQHVKAFLEYATAAPM
VPEGKIRVQHVAASELLPAAHTCHAVIDLPLYGSTDELEAKFLTAFDNGLGSEFGLA*                      
>Ttra_AMSG_02321                                                                
MCRSTRSRLVVLVHLASLLLLAALWKPASAAPVFVGSSADAGVKLGSGSYLFKFITATITELPDVYPLDAIHASLASTAY
LVDPPDHIHVAIRSLLLLPPHRLADLPETAQAELTAALDAAYSVADADEVDNITISRRNDPVALARFPACASIDRPLPLS
ALCSSFRITASAGFGPGLTMVSHELQVRSADQLWREIWYPRLIADPPPVIHTDVIRAWFLPKIAHLDEAVSHMLREYCFA
PLVRTVTAALSWVWQAAKTALVYALHGAGLNLVTDMLRAVRSGAVHATSSLASSLGTNLDAISAFLFHASPRDLAGAAAV
HRGAHAADALLRRHVLDSATATALAIPLTRGMAAPQPFSIDVSCSAPTHLALALDAIAPSGNLAIAQHTIRLSAASELML
PVALVAWLLAWAGALVAPNMWLGTLSPRRVLAVVGALVAWQGLEAAATVAPLASVVYRLLALVGNLIVFGTLGFGWASWL
GRAVRASPGAVAALFAFSLGAYSDAAPTVGRVVARPLLASFWTFCCVLVPRRHARPVAARLLCVLSLVYRGRAALPLPTV
IGVDIVERVLRISSLDRGIMVGAAVGTLLSSMPAEARGPAAGLGLLFGAASCLLLRRLRVFAAGAVSAGLALAFWTMLGR
LDRAAIGLGLPAVVALGLGTTTLWTSLQSLAPLLEALPRAWWSPFAELGNALEQLGPRYDETFGLACILGVMYTLLSGAA
YYWLSQTGASAAVMWALPVAIGGSTAISTVLAYVLPGPSSLTAYYGWEAPHDPVLGLGLGLVLEHIVLGSVAWISTAPMR
GPLFVAAHFTAAAIYAVVLLLVIFHIATFVPSSWLRLHELHMRLRQQTPPGTLRITIRRENFVRDTLLANVAADPADALM
NTRVTFISAGVVEAGSDDGGLTKEWLSLFGKALIGVASHPSIAPIEPVILVPAIRSGDADAVVYSLSNQIETYEADIAGR
MLVRLLAARISLGYEISPALTRAMLRQPIVAADLAVIDPDLYAAKRAFKAQVDTAAKELDIELRFVFEYHARESGELVVV
PLRKPTGELCDPEEVVNSTNYDEYMDAFATTYLTAGIEEHLAAFARGVHTAVPSRALRAAFGSDERALAHTLYGQVELDV
AEWQAASVDDIGDPHWTWFWDAVVQLSAERRLQLLLAVTGCVLPPAGGLANLNPPMAVCVAFNASNGALPTASVCTNKIR
LPRSYASAEETASKLNQFLDQPVGFGRA*                                                   
>Ttra_AMSG_02381                                                                
MRRRGRRGSTQRSSSQETNDLGPLPDGWEERVDSRGRKYYVDHTTRSTSWNDPRLTSAGGGGSSSAAGGGGRSASASSGG



RAQAESEEAARQQYQSRVALVASPTASTSTTATAADGTAAGEEPLPDGWEMRRAANGRVYFVNHNDRTTSWEDPRTSSRG
DGGGGGGGGSGGGGAAAGAATAAASASDSDDDEDDDDAGDLPDGWEERVDGRGRVYYVNHNQRTTQWERPTNGSRSRRSR
RSRRRERRERRSRRSGSRASTTEGPSASAVAGSTTPGLPSGWERRTDARGRTYYVDHNTRTTHWEAPAPVTVPGASSGGG
ELGPLPAGWEQRLTADGRTFFVDHNTRTTTWEDPRLVGGVATGGTIIVPEYQRNFTAKVQYFHAHHPLAQGECIVKVARE
TMFQDTVPAIMSKDPSELQKRYRVVLRGEEGLDYGGVSREYFFQISREMFNPYYGLFEYSATDNYTLQINRFSNINEDHL
LYFRAIGRIMAVAVLNHKFVDAFFVRHFYKAMLGKPADVEDLELVDAEYARSLKWMLENDITDIMYETFTDSLEEFGATR
EVELKPGGADIDVTNENKAEYVRLVVNFRLVDSVKDQMNAFLTGFGEVIPIDALGIFDEKELELFIGGINDIDVDDWERN
TIYRSPFHRRHKVIKWFWKAVRSFSAEQRSRLLQFVTGTSKLPLGGFAELYGSNGKQQFTIDKKNGSPNSLPAAHTCFLR
IDLPVYRSYDQLREKLLYAVEEGQGAFMME*                                                 
>Ttra_AMSG_02619                                                                
MPTPTAAGSAAAAFGSGGALSGRRSGSGMYGGGGSSSARGSGGCRVCRTGMPAYRCSLCRGMVLCEMCFSSGAHPPSHPV
VAFQPGSSEPSPSSMMRGGMRSAFGSSSSPYSSGPGPYSAYFGGGGPSGGNGGGYYGMGSSVSSSHGRAVSSIPRSELGF
SVAPDSDAALALGRYLVVSAPPYASPFADMMSRKEAEVLAQAAPGLLPETVLDHALLLEMGGSLASAHPKHPFARVGSAD
NWSVAALEVREQMRDVLWSAFRIGSGAPGAADPVAWSLRADEELVELASAQARRWGVPTAALDAAALELSAEETAQLPAL
SGISSEVLRARFVLVRLFNQVGAAVIPSRRGSRDEPAEWNVLAACVSEVDAPQVVDYLRGVIFAEIKLALLVRTMGAAAP
ATYLRVNVNRAKARVVARDGLNSIFGQLFSQLRHLDYSALRGGKNDNMFQIGFLGEGSMDGGGPYREALMLACADLMSDV
TPLFELSPNGVNGVGINRDRYVVNSGATSDLQLAMFEFAGALLGMGLRTNVNMPVALAPTVWKRMLGARVDVADLEAQDR
MLVNSLREMVAMKRDVFEEWLDERFVAVLASGEEVELVPGGREEQVTYERRVEFARLQVEAHLATGASQIRALRRGLGAV
VPLSSLSLCTGADLEYLVCGAPDVNLETLKRHTVFNGQCRESTTVEYLWEVLSEFSPAERQLFLRFVWGRNRLPLRDTDW
NQQFMITVETSKAPDGFPRANTCNFSIYLPQYSCKEVLEQRLRFAIVNCQAIDTDYNTTATQASLWVDYADDDNPADDTA
TAAALAAPPAVAHARAAPATSALSSPHSAIRLSPAVTSALSASFSSTAGSSPPRFASGSPEEATAEAAAALAAANEVMDL
VDESDSRGSSVMGLSAFSDISDDVESQFALPSSSSSDSSVEFTDPGELDASSVASGVASGSHSDSAGSASSASSSSVVVL
SGSTTDFLASVNETDSVEEQVAKFAQALLKRSSS*                                             
>Ttra_AMSG_02866                                                                
MFGSSPPPPSASAANAYGPGAASSTGSAGLGVGGPTGPQAGMPSAASTHVCDAVANNSMNDLQTFLPLVDVNAASSETGC
SPLQVAAFYDRTKMLPLLLQAGARVDKAHPKLGTPLYIACKKGHDKFARSLLDAGADPDAINTSQGMAPLHVACSIGALE
VVRALVVAGANVSITDTKNGATPLHRAVHGGHRTVALYLIREVGADINTMTCSGRTPLLLAARSAQDKVIEALAAAGAFI
NLADDQGQTPLHMAAKGSKKSTLKLLLKLGAEPGMTDHAGKTPADFATQKSWRKLLRKAAAKASAGGSSSVPSGPSSALA
FRRNRATSGGAASSLSSSPPTQFGMRPPASRTSPISMLPDPPSSRPSGRGRASTSERINRPPTNFGHFSTTPGQTSTPVD
IPGTSSSPPPPTSSSLLAPTDYPASASPGSANGIMSPIERLLKSADSPSSDRAAAASSGGGSTGVTSPSTLTALRREALR
PPASAAGASSGSGSSKSKSKKDSSKSDQAAYEKVHGWLNCRPSGGKWAKRWCVLRGSIFSIFESRETDDGSTAPRPVNCI
RTIDTAHARVAIVTNAPDTSRHCFAVTSHTTREKLYFAAMSEKRLRTWTTLLIQAGGRKHAQASGSERAKAAVLAPQALS
NLSALMTGDGIKGGKAFGSSHYTSSIHEAVIDGALDVFKAFVTTNPSAVKKRNAKGELPLYLAARYGHEAMVDLMLSGSL
KTKVEVDAFNGQLGERGTALLAAASKGHDDIVRKLLAAGAQPDLYPPGAVADTPTIGAAKSGAFAVLDLLLEAGADPLLP
DRSGKTPMYWASRRSHDGAVSLLRKHGALELKVTPPPFQSPAAVKAARAERARHKNTTNATRKHAADDSVPELNTSNPEG
GVGSPKASGSSAMATPRRAKLPQAALDVHDKSGATSTKSLAATGSAADFGDGDGTGSDDDSLAPRPVAGTGKEIDDANEP
SSMHISDSSSRLETGTEPPPPLPPLPRTASDVAGDILAHVERRDSFESDESAGKARAAAVRAGGVVLSDELSDEDDDDDD
DAEVVTDDDEDDDDDDDNGDETLVSSRARRLARAGDVDETGSATGTDIDLLAQLSTPSQTPGHSRTGTRTESGSGSESGS
GSGSGSNSDSDSELDSETGSGSSLCRSGSSLLQPHDLLGMSQVSIAEPPPMLEVSDTDDDGSRSSTLLGMEPTAQPPLGL
SAFSEGESTDADSMIASVPNLVTDGLTAESMTEGSPRVLTPKSTVFVASPVERSDGRRMRSLLAQPLASRSTSALPSSPS
ESFIPTALDRLADKMRGVLRSRAEAEVLLAPRSKLAKLTEAARAYCTSASLDSSVSIFLTRLEKAVGEMDELEAELAASL
GGESREALGLPERTSPMRELKGKEVVDVLDSPRTGPPFDPHKLRRYRVLRGEVASLMGRLQRELGECGESEGPDAFSAVA
QAHTELVTMHSELVANSSSGMASPSSMTAVSANEMLDALLAAEREAEAATARLAPASARVEALVAELGEALEEEAQILAA
SQARLDVMFKHAVSVSSRFLLDDKRARLVRARATVDTLESRLVSADEAKAKVEALVSQAEELKKTMKAKALLLIDMKREI
IQREDEWDVEIAARAHAEHDALEQELTDLKSQRGLLISDIAREAAHSGNLHVLLEVPELASPVAAHRRERRRRKKDGGSS
GGKAGNADDDPFEVSDDDSGEGAKRAFDKSHESDRELVLQLRASLPGDSGAAEAAPGGGDGESAMPRLNPADAFAQSRVL
LPPNGASQVSGCRLLQAVEKESGARVVLKVHPSRESAVHEHRMLSSITSPLVVSTRGLYTHQGYAYVVMDEVVGVDLVDV
LDGSLKVWEVQSLFLQILQGLAVLNRAKLMHGALDPWHIRLDASASRPVLVSLRHAVPISVFAAAPLGENTRSPAYVGPE
VESGRVVPGSDVYSVGIMLYQAVTGRLPSMAQVLHGATGDDVKDVKLKSLLNGMLQPDPDKRVGVFEALTHEFFSHSVAD
TLFADRKILESEQKINLLRKHLEALRAQNKRNFVRLTISREDIVVSVVRAFSSLAPSEMLCPLKVHFEGEAGVDAGGLTG
DMYTEFFMHVFEPRYALFECAEDSGEATGQAYLPSAKAESPKSLYALEVMGRVLCKALLDARSVYLPFPSSLYKYLLGLP
VNIRDLEAYDRTAAANLHKVLTEPDVSTWCLSFPNEDGDLIDVTAGNAAQYVEWHVNDKLLKCREKQLAALKTGFFAVDS
VCDMRTFLSVFNASDLMLALGGEPTIDSRLIVRALTFHPKSWKVSGRTPRYIKRFLSELSLHGLRQFLRLTTSLFTVPYG
GFKKKRIVIQQSNRIFGHSCSFALELPEFDRYEDLRKSLLQALAQVEAAGFSDR*                         
>Ttra_AMSG_03750                                                                
MRLPPRVGAAAAAAPWLATGSPLPILHTLHAHDSPDSRPLTLRPPPPPLPPLLHPLPHAPSAGGTGSADGETEGDPAAGA
ASAILAALLPLLHAAAPDHLPAAAASVTAALSALPPGVLLVRDGLAAHAVTVLSSLVVAHPSPAALDAAVALARAAPSTD
TLLCAISLALDTPAALSDSQLDAVRTGAATASRELVATSYLPRYPLPGACTLPGPSSSALLASGASANFVLLPSGELLTL
CKVSSVTLTSQQLDLPDEAHPPSSIAVLCDDTVLIVACGSEVMLAFVLNPRAPAEHLPHLSHLLTELIPCPNAALTIAAL
VHPKAPPTLLVATTATFARGTSSVLHTVAIADALSDRATASLTSRTAVALPPGSSLLDSPSPALAFALTPPPHRDLLALD
TASGDMLGPALRPTFPSPAPLWLVWHHVLPLADPETTAALAGHLVTLAPHFPGPVAALYAANWHALVPEPADQAAALGKV
LAALAVGPASSVAPLPPMVAGCARALLATSSALQSLTPATVLRILITALPRSGIIAPAFAAVVLAVLPRALTSPDLDAVG



RVLEFASLLHDSLLPDMALTVINHTATALSALLVSPALSHACTVFAPMLAVPALRAGVASSPTHIPLLPHGFAAELRTLL
ASASQASIILASPHLTLALHASWHLAGRPTSPSLAFARSVANLVRAIHYADRPTRHAARTLCTLVPQHWQAPDLPVSPTI
LLDVVAGLGPHPSDADLDTLRAAATVLSDHAHFCCELAPLLATEIDSLPLSLARPLLRALPCVAAVVIDALVVRLDSSLS
DVDASLVAHLVDVCHDPLGPELLHWLLGLALAPRLTHVLLWPTLRALARESAPALTTLVDNVVCGLTAATCLVLIAIASP
LARRVVLDALPAAASRELLDSAATDVAPEEADVIVSALLSLAFHDTNLVSFAADALFDDSRWSAPMIPSRLRTFQWCISP
SAPPESRTAFTAAAVRALGGASASAVFTGLMPPPPRDAALLAPGSPLTTKIRGVAVHGVSLGFVATASLGTDTIALLTDD
GDVVHVQHALTSVLSAHRPAQLDGLDHELLTALAAALALSPLVVGGDPDGVAALVAVTTWLVPRHVAASPLAIEQLARLA
ALPSPLLREVPHSELVGALDELATARHLPGGLSVKISLGSRRFVANEVAGLEADARSAGLTRDHLERGWARFRELDTDND
GLLDVTDFAAAGLPVSSPLFASYIAACRRPDSGRIDVLSFLRASILATATPPPTKSSSSRSDDDGLRTFFLSAIAACPDG
LPSVDADGVGVILDVGSLITGPCEITGSLLADDPSASLGSSPSTATLQQALVSKRTVWLLPVAAMAQEPATTDCSVPSFW
LAPLASDEATIAELAVQAAAAAHRPLGLILSSPDASPHHALGGDMPLIVVAKADHAQLLAFSTGLSATGQHSIPAVLEPR
AVPEQAISELSSREYDSLAALSSNHSHGQLRDVTANATADLHAPMASLDATGRAAAVLRFALGVQRARTGLVSTLNELAA
AVARGAIATTDAHDLVVPVLDLLLAVADVEGQHSWAGELPPMTAALGRLAEHVPRLRSSLLNLALTRAAAWFDAATSVRT
PRASRSSLPGATVVPGADVSTSEPLWLPAGGSHGNAISSIGFGADCDACRVEVLDGTHQVTIGIAHDVGAVSQAATDQDP
TFVVEMTCDDVVHVGVVHRAESLTELGIANQPDTTVVAVAHNGRLVAHALVASLSSQSHRVSVSLESGSTACRLTPLDVW
KHSVSASPVLRTPLSSLASTSTHRDGEVAGWLITFRDQPGAGVVAGAVFASRSAREAYARFEGTPGAMGSFVVPHADPWL
RMNDAAQTAVCAVGLRPDELSLDAAWLSQPSLHLLLGALDCAATRFELARQPQLAATVSRWLWASVAVAYRLAPLAGRAI
CALAADGWKELASEIEAIALSPWDVDQTGHLPPLMGKPSKAGIFTEAALWTTAVGSGSPNEVAFPLLALQTLMAYGYDEA
EPQDAFTDWAARVSALVHGGEGEREVGGAAEAVVPLAVTGLGASATVSYGLVDPSASLVATLPPELEEVTEVSVVYCGPP
RGGEAASVELYVLEHDEQTSPSEAFASAVLSGLPPTAVVSFTSSTVVKVATRGSLLVAMADAPVTLALRGSMRGGLEATL
PDAATFGLQWCVSAALSLSTLDARPSALGSMVSALRGLVHPQVRRVFADEELARTAGEVKTGAPAPVETIELDVGLSGGG
DAAALVASQLTAHVTARSAAELRTQSRPWKVAFRGLPAADAGGPFREALSLFATGLRAIVLEPSPNQALNVGESRSDWVF
VSGEPSVSQKQMLRALGMLMGYCVRSPGLLELDLPLRVWRALTYSREAGGVGVLAAQDSLVAMSLAANHGDDVSAADAAA
NALLAATSAAEAAVRDGLEAIVPPSVLRIMLPDELELAVSGHRELDLEQLREAALVVAPLDETSPEVEYTWQALTSFDAD
LRAAFVQFVWGRRRLSPCEMAEKHLTLRRLVVPPGTEPDTVLPQASTCWFMLYLPPWSSYEVARERLAYALVECRAMGRE
*                                                                               
>Ttra_AMSG_04276                                                                
MKIEVADNARGRLPPLPKTVAEWAESLETVDVGDEAALVDCLLGFPEYTGPVYFLSLAPILNIFDEVLERSVGATQVWPE
GDDAAVLRVASESFPEQAVVEVLRVTCILLENGGASTKYYGSWPYVVALVHMCSRSIRLAAFEVLVYFPLDTDKPELLPV
RDAVLDVGGHFAAGLGSHEEGLDCFSSVAAARAEATDAAATAAAGLDWAWPQKPTNKSNTVGPLVEFTGPAVVAPTTAAV
EETVMRLWSEHAESSKLAGSAIMGLVAAVERSHALNSGRDARVRAVNERLVVSAMLLMHWGTLPPRLANTLHMIEPKFMT
SAMQVALANEAAGVPDATRILVFKALVPILSTASHHRKQVLEALDVTHHAGALPTRLRVVLSQLKAGKASVAEALALLEV
VRVVVLLMPSRIAQSGVFNALVPLLERLTPAYLLVAAAALRIMNLLLGEPVAIAALFEGDGWTKVLQRLTTEVALLQASG
EVDGTNSTNEATSSGPSLQLPGGAGGSLRIPLPRSTSTMSIPDPEASDAVEDAQRADVVVAAMELLTDSVRRPEMAMHLG
TIAQSPLATALKDMFSRGAATDSPYTPEVVAAASSLVYHLINADAAAAEPLFAAGLPEAYLTGLESRVLQSSHEAMQMAC
MVLHAICVRNEGFELVRSRGSVVHMVNSLWVPETGFTITNIGPSLSQLLQSRRELLDPAMDALVELLHTVIEGMRSETSE
LADVHTAFRAIVHAIDNEAMIEALVVRGGHQLLIAEFGALPEGSQVAVMSVVRQVAVGHATATLNDILAQVSMHATKPLA
ARTLEVLRAVRAYSKLLKQLANDFIGNNLPSSALQAWTSAPSRAHCEQLFSMYAQVAQVLADDGYVVVVPAEGLGATLVV
KPESDEAASGSDVTLAQVELVRVVNQLFGAVMAIVQQTRRSRRYGYSPHSSDRDGASSALDLADLLVNAYHACVSAPSWT
VSPHTLLDAPALRFAAGILDTFHVFLFGPSGGSAADAFLLNAMAAMGPFLDNVLSMGGCIVASLVDWVSAHPDADAELSE
TESEQRAALLKASSNLLDLVTGLTDSASLAESQQFTRLVKAASNSDLRSRIFNPVSWVEQTQASVSKMLEPLWLPSPSGA
RLLTVLHEEAQLSVVATLMNCVTKADPLAAVVASAALGTESGSSSGRGSGSGLASSISDLMRVMRTNPNEPALSYMEGLL
DSAREAEVALEGALEDEEGIGSLFDAFRRRAGSQTGGPASGGANGPPQQSEVEVSATSLAAVMSMGVERVNATTALRAVG
GSDVSAALDWLFAHPPQQAEGGASTSAGGSAEDELARAIALSLQEAMGDEASGGEAMSNAADDTAVEPQPELEPQPEPEP
QPEPEPQPEPAIVCPLLDFALWLAGRPEASHAMVGAARSLFNTLLTSEREEFAPVTPDAVQRQLLSDLHAPGAAALLVQL
VSEESVALEDKELAAVASALQSCNQVSTLGPLLALVEHGLKVVGCRVEDGCVVFSKTSSLPVAPAEVVHGVLAALSAVDK
ALSADVLEAAVRVLVVASVESEAAVAFHEADGLSTVVALGAKYPFDNLPLLASMLMHHVLESEPGVLQAELETELERFLD
EAGTRAQLPNIHDFVKTTEALMVRGGDTFLAALRAVATNSTVQPGLVVSKTDERRDVLKALERALGTSNSPPASGSGDEP
GAKAALARGDLPERGLGVLKWAVSKLESLAVSSSKGKEEAEAGEAELERKLVLVLLAEVALSWPAAVSLVLSPACVATVL
HEVVESKDEATRQAAGAVLAGVGSSKGPARSTVAGAVVGALESPGSEEQAMRLARWLRTALVTKNGTVRVGVAAMLIEAG
AVTALCRLLEEMDLESANARAMANAVMHPLAARTGAMNASTLESLHPPSEVQSQVPLPASDEHMVVGVWAEDDSETESTS
SYDEHDDEEHDDGEMGREERAGQWPIQANELYSDSDETGSDLSDGEAVAALFPDTASIVQSLLEEDGVHAMEQLDALSSA
TYSDDEADHFDDIDDDDDGVYLDDLPMSDDFELDEVLGGASRVIEPEWEAEDGFELRTGEAGGEDNLTPAARAGLDIQLL
EHLGLPVSNVEDTVISINGRLTRLSQLSYEQAANVVVSLRQADPRAAEMLSARAGTAAHTVSYTLAHPLLPDLFDSNTIV
PHTVVVPVERRLDYEMVLTARGDVVSSDVVELVRAILGEEQIAMQAEFENVRRERTEAIEAEAQAKAEAEAQAQAQAQAP
VETEGGAEPAVDAVEADEEERQRQRLEVELAMAGAQVEAEAQVTALEGEPAAEAGAEAEAGVEAEAGVEAEAGVEADAGV
EAEAGVEAEAGVEAEAGVEAEAGVEAEAQVEDREETLSELGIEPIDEAFLAALPSEMRAEVVAEHEALVAQRRRERRRER
EAAAGGSTGGDTSGGVGSVNPEFLAALPPELQAEVLEQERLQQERLLRGAGGGGGSASNTQSAAEENLAFVMSLTPDLRR
EVLLTSDDAFLNTLPPDIRAEAFALRERSARRFGLGNGGGGRGGGGVPHAGRGGAGGAGGGSGWANMARGLPSAPRATGL
AAEPDRVTLHTEDADVDGEPFVTRGALYALVRLLYLSKPVEKAVMERVLASVCAQAKPRRRMLALLVGVLKGWRGVPRVA
GKGKEEVDPADEMARAVASLVAAPLFGVKRLTLFGRAHGGERESRVPSLVLRRVVEILTFLCSVNKPVVAMLSGSSLAAL
VGLVGQGPFAEAHTLSLLLRLLNVVLKGAADVGEVEQAVLAAVVSVLRGSYPEATMKQVQEVVAALARTPANRAELKAML



MAALEGVVASVVASFNKLVAAAAGSGSSPAAHASLDLVSLCAVQDQGVLARLVETLKMVAASGEAEAEAEVASMAEPAVE
PEPATSVEGEGEGEGEGEDDQAAAAAAAAAAVAKATAAAAAATKAAAEAEAEATMEQLGMVLEPLTTGLDLVLAALGEQA
GIAAAAAAGEGEAGTSGGGEGGSSMMFEEAELEAAQVSAAVRDVMLQLVPSIAMFAMVSRPKPPPSTLTTSPSTGKLKEE
AEEGSSEGTVLDFVTFASRHRRLLNALVRDNVELLHSSFAVLLERKDVAKAVLDFDNKRVLFRQAVREAAEAARGGRISI
RVRRDHVFEDSYQQLWSLPANQLRGRMRVAFEGEPGVDAGGVTREWYQVLATEMFNPAYGLFESSQEGSTYQPNEKSGVN
PAHLNYFTFVGVVLGKALCDGQALPVYFTRALYKHMLGERVTLEDLKAYDPTLYASLVCVLNTAVEELGLEYQNFTTAVD
EFGAHKIVPLVDGGEDILLTDENKAEYVRLLVEFKLTTGIADQLKAFLGGVHKLVDPELLAVFTPKELELLIAGLPTIDI
NDLRANTEYGTGYKPSSPQIVWFWEVVSAFDQEQLAKLVQFVTGSSRVPVAGFSALQGMRGIQRFQIQATKRKDALPTSH
SCYNMLDLPKYGSKEELERKLLLAIGEGYVGFGFA*                                            
>Ttra_AMSG_05505                                                                
MARRQQVAAQMENVEKKSKPTTRPGEVVEVIVETPHNYSDNMDVDYEASVPGASELTLLFDPACVTENGCDWLQLYSAPG
RIGQIGERLTGPSSNWPSGPIVVPGDRVYFHFHSDGSRNDWGFKCVVSGTVQRASAPVAAGDSHESLAVGAMVKTVVALL
KSQSKSDPGLTASVLGIFDSLLNASPPGSLSDVSPLISTSLAEFQSYLIELLSESGGSGSAASLVKMMLSMAIARGSQLD
IVKLLPTLLALPPDTSLPLRAQLAEWASSSTTVSAQLAMHAPDQNSVADFVIDWGSRPEIPVASYASDGSHIYAFGTLAD
SSYLSKIGTGINLTEAGYVYDSVLDPRVRPPGVQGNLSRAMVFAFASEPDHILLLTFEPVVIITWVSKATLEAENFYPAA
STSGDTALWAVNELVPDTSRFLRLPLRNRPASDGLALYFYESVVPAAADSGTPPLASAFSGLQVVKVIPRRADGAAWFEF
AGPVLPTFVVKYTADFPPPPATHVFGIYTNGIELVHMCLSDTSPARLARFRIPREPSAASDAVPAAEQLQLPDGLSAEMD
TRESTNRGFRYSLRAYDVVNNLLWCVDGGKKMLAFPNPGYDRPDGANAVSDPFVATVRTSILDRLASGATDDSLTVAELV
PLLFVLMDNYVAARSLPRFPTVAELTVFKPSSPFVWDLVSSTFTTLYELVASAANPVLADPADATPIAVYQLVVCMHMLH
ANLAQLALFDASAGLYGMTDELAASFMDICYALLDMEVGDSNALAFVKATTVGMLASGYTVLIPSESARITLFAALLQAK
DGLTAGRHMLLDALLRHAKDPLVTALAKPDNVAVASQLLEAIVDETAAAASASLASVLPSNLADATPDALAKVAAAFDAP
SPLVVFLKEVQAVVRASDEPALASLRRSYGVHLLTRTATVLEDLAVLPAGWDDAPVAIKTGYRDTLCTAFERLFGTLVPV
VLIDVHSAAADASVSRVFADALVAATLAMERALAALPAFDIGAAQCETIETPHPYTNNLNLSWSFSFPGSLSITVRFDPQ
CRTERTHDYIAITGSDSVEHRMSGTDSWSKPISFHSDGSNVEWGVLAYVEPALSVPWIVSLQNMLSSVYVATCTELLAPG
VYPSDLGTDVVSNHTKWLNHRTRPAEQALVTAALEPDVVDNADNPWAKAMDSLLASLSPPQELQLTGNARDTIMGPYVLT
ALNLALVAHLYHSRSLGEFLDFHRGSLGSSPASDASGDAGDAAKAAKAKKRPKPILAVGSNASPTSAVIHAFRSATDVAL
ELRRALSPLAAPLPSATLEYLPAVVGLAPANAALDSPLPSAADLGLEPEVVSTLAPLATLVRTTLGRLRAKVVLLTGLVP
AVEPQVKQHLLAAARAMLPTMEVATPMAGSTGPSKAKQRWKAAIKAARAMSSWTFWRSAMMRGLKRKLSAQEMESQVNVY
KGLYSEVASFLAGDTQVSADVLARLVAHHEANARQRTMGLTAMYRLITSVSVSSFTLCELLSRMWEAFGSSYRDATFGVR
SLVASQLSDAYFAVVAAAARELAAAPSTDAALVILHILNMDVRDTDKDALMNARVFSSLLKFLAPIAAGDENSSVVRRAT
LAVFCSLAAQVVVRSNVSEPTDAAIVRARTLISVLLVRLEACAEAAQLSSSYVFDLASLLRFVILSGEPQTAKDIRGIAC
SPDNLKFVLSMLLETRTLATQLVLFDILVELLPSTDGVEMETILTVGGKPLVDALLHLAGSLLLAPVPRVVPAEARALDS
AETLRHAMREANLHVAYAAVALLRALQASAGWKAMVVSGVKAALDSLPDVLSWISMRASALDPAPLSPVEGKQLLAAVGA
LAVAGGIASPPIFVGAQATTSSGEIVTVLDVDVRSPTAPVHVAAGSGSSRRQITIPPSDVVRVADRIAPALKELDLEFDF
VKQLVFAPSFAIKDKALELVHTDLLVRMQCVAEAAGGVLADQFVASGLVPALVRRALNAGTVTADEREALVRLLPSVERR
AGETTIRAPYMRIANGIATEVGADTPLDHAHKYPAGGLAAPIVAEVVRTEVPLSDENLPYAADLQLELWSGKGRCLPPWA
VHGAAVPAQAIGSTELVPVSGDDAGYAFTLVFALNGAAIANTAPGSVVVAWDGSVPVTVRTGVLSEARGGAATLEIALGA
SDAHVLDLGVLPGPDQGLSNATTHIITMSVLGNASRTAVAVLISGMAHATRLLEPGIYAPGEAFTQVSVGMPAAGSAGSM
TGLISNIRVYSGEMTEPAFGGIMAPIVARVVDAPVAARGEARMCGRMANEPEATSVIELDAAAVVSSTKDAYLLEDSSPT
PKDAIPVAGKVVLLLHPNNSSGAVSEAAVRKALVAQVRQMEAFGAVGVILICTAPARHEPAAALDTLGDAEFGIPVLAMV
ANELRGIIQAMVDAGQVRAMLELGAFRIDNCYGALRKTGGTLDTAVALLLESNDGNSAGTSLISALASDTSLVQAAAERP
AVSAAGGWSRAVVLDTPVALSSIVVRGTGPLVDVEVEVFAAGKSVWTSGVLNPSTAAGDHAARCVVAELAAMLPDDADDV
VAEAVVVRVPRDDRDGDGPLGPDARIEAYGSVPGLLSGKSTAVINGAFQVAVDGNPPSVAMASLCDGTPSMELDVALNVP
ITLTYQPQAGFLIGSIVAHVGDGIERVVVSAAASDGSSKSEGIELCVVGETQMVAKTFDPPLAGAVLTVVFEGSAPSGKS
RGLLIRGVTGCLSADGSGVVTSSGSDSSWKPSFLAPVTGMRTYCDEESDASILAKGSGAETGLLKKVHGALGTMDSGVVH
EPLGEIAVLAARKVASYARQALVSQIVAAWPAQVPLTVDALGEVDAVARFLLATAKNQKPMQFLLVKEKAKVPLASFLAQ
VRKLVADSGPAAGLELVQALLKLCVADAKDDELQRAAAIVILTQVVFEYPEAVGGAADEVHEVLLRWLWRSESVKTRGVI
LNALVKFLGEMLRTGMRPDKRFARAYVLLKKHMFATHSVKDAIAPVYVQNMVETLLVWEEVKALPAAAPAGAKGKAEAEG
VGGDDAIDEEAIDVGEVPSLLPSALEPRTPHTAVDGWVARGLASERCVVSADVEFAPRGGSRVGYYEVRVVSLQPGTSFC
GIGFINSESSEFTTRTIGVCGGTVAMHSDDGALYCNNTRGGTGQSYSTGDVIGVGVDFAASVVFFTKNGNLLGDRIQTWD
VSIPFRASATLRASDNQFEFNFGDDLEARPWAYDLASYPAAEEGGSAGGSSVPVWWERTLLLNAASKALASGSTEAFSPQ
LLEAAYNPEIKSSDVFETGHPYDHNLDTEWSFVCPGVEYLTVTFDSNCKTENNYDYLMLYHDREKQRPVQEAKFTGTSFP
SSPLRVEGDRLFAHFHSDSSNNDWGVRFTVEAPSKDVASISEKVDVESMRGQFVSRGWRLSDDAALAQMLNELAAQSRSE
EPWSAAPAKLRKMLEEVWAAPERAPHGIELEDALARIPILRLFNALVKEALPLVDLRAGRAGSLTLSGRLAGLSSIIFVN
MKVEFLYMLIEKTASKENKPSIHVSRILATKQMEAENPSLVDTLYGQFARALASPEMVSRIRLNDRAWKVYFKGEGSVDA
GGPWRESVTVMANELEHPKVGLFTLCPNGKLGVGAYQGMHVPIASLGNKHPELFRFVGRLLGVSLRTRQCVPLSLSPVVW
RALLGQDVEPREVLAEADVTTVTNMDKMLHIEDEGITAETFSGTFFETFTTHLSDGTEVELLPGGRERALTFENRGEYVE
LVLKAHAHAYDAALAEMRSGMADIVPLPVLSLFTWEQVELLVCGRPELDVEMLKRHTVFADGVSMEQEHVQWLFEILEEY
STEEQALFLKYVWGRTRLPVSDAAFTQPFKINASPSGATDEHLPSSHSCFNSLDLIRYSSKEIMRRKLTYAIRNVVTIDL
DGGTVDRGAWA*                                                                    
>Ttra_AMSG_05518                                                                
MDDTSGSATLPAERLLSTPLDNLLAASFVAAFPSVSSSFSAAAESGATPSSSGGVSRSEGGGGENGGGENGGGDEDDGGD



VVPIGALASQVATESAHGYLACGLGAGLESSDHAVQARLAVLSRELTALADGSHSLRSSYEVLASKRAAVLAALYRAYRS
EAKSRNSKSYQSLAVASRGRAATMLARDALDVGVRLLLGLLRQAAPGAPELCADALALLKTKLASVPAAAYGDKLFEGSD
VALDALAQAAVEMVTSMPTPQLALDALETLVALAVARGSLTSMLDALQALIDPPAGLGGADLALAVTPSLRKLAARVRPI
SFEFPGKGVSPMAVSPGVAPAAAAAQNIGPWLAVTPGSESVVVASGAVLTGCALTASMGKVDAGESVTVGVGSNGGDSDS
DGNSSARLSLAAMDGRLLAASTAHGPRTFVELDPVSLAVVGELVVPASGEDEEKGTDEADGPKPDVLLVSDGTLGTVVTT
LPAGESSDEVMLHVSDLDVRPTDGPTLEPAFDGEPLAIKLAAGELPSKVLQLGKPSESSGFGSASGGFGGGGFGGGGFGG
GGFGGGGGFGGGGGFGGGGFGSGGGFDGGGRSTNSLVSTGSITLATGKPGSTLDIGQEMTLEADIDITGCTGAVMLFSAV
DPETSDLALAVMIDSSSQITVAYKPASNSVGGPTQGSISHESIWMQADKPGWIHISISIGPSLFVAMLNQNMGQRWISPI
ALSPGLKWAFGAPMQGANGFCGAVRALRIWSVAMPAARLRMLGQEETTGKEADLVGYWPLDEGIGNRALNLAAEAGTHMA
IVHNGEWLDSKIPRVAAVPRASTRTLPLILPRTAMSSIGLASNGESLLVIYPREVAYEAFRHSGSAMVDVYSLKDGSLCD
RQTLDAEIGDVNAATFSADGKLLFTYTSESRTVTSFSVAGPKSTRAMRLDVASAVARGDAVAAGMDEVDVSDATAVVASF
PLPAYSNEDLEIAASDVLDSLATVPQDHVAVHLLGQLAAELGWLPESPDLIAPANFRIDSVVELSGKTFRQLLSLLEHLA
EQYHDSAEASRGNMFALLTLMRVLRANLAHLVAWNVSPEDCGFVSDVPPAAKAAAAAAEGKLSFAARTLPVSADEAASAT
DMRARYIALLNGFVASPAGNPVASLVSKPLLTEVCDALSIGLPLFCVEPEERVAELQSLVAEVLAAGADADPLRVLLLER
YFVTLAKPASLLALVPTLISGESGSGSKLLAAVVTLVVQDTEARLLSLSAAARRDELDRTQLEAHSSPHASMVAAGLPFL
TNLQMALLAAAASEAHAEDRPTTQFVLDYVEQLCGSAGELLTFTLEQALGAAGAFAPGSKTELKLAVWTVLETSIGTVLL
PLFAGLWNASLELEAAGKLLPPVVALLQAVDALTKDLPDVVVAEHDNNAGNVSVSAEEKSARVAYPAAAGVAIPTGRSEH
VLNIPDATSMRISIDRLDPNGTLSIYLAPNQESPVDESLRAGGTVAVQSSTVYLVYDSGYSGITGFAVTARATIHERQDM
LPWLLDLEKAIATFAAQCAALVTSGVPSSEAEVEVGRTLLSSDLLAGGEMVPDASPDGELEQLEWFPTELFANGKSLRAL
LAPAASSTLGARSKQEEALVSGLLSEKPDAETSAVLAALDASVTIPPFPVPAAVRDVVALAVRAVFAAAVHHAGAMEEIL
DVVEELAGGKADVEIPSTVTWLYVRAHRLRRWLLDQFQLEQSKLAQPEAEVSDESDDGADIGGDAAEAESQDGGETRAKG
NAEAGGSNKGEAALPSPFSSRETGYAELCSRVMARSKFLLSLYSAVDILPDLDAPSMGEALLVRQQSREDAVREGVSEAQ
REARSTLLAWKSVQGEATLRTAAPEERSAILWRLILGFMSTEVELDKVRAALAARRHRARLRKLGLDAFSRLLDAVSLAS
VKREVVRCIVPALSRRKADARLGLAPDVMGMVTPTGVDLGEAVASAFAGLYSKLVTMLEAPTVSGADLLAETLRTFNVAF
DADVYRRLISSGVLTSLHTLLEATATADGGEDGGESYQMASWALLDVIITTIIQHSNELGALFADANVMVPLLGILSSQL
NKAASAAVESTKSFDDFTPLLVTAKGLPNAADGVQAEGKSMVASRDMDEGKRLRSVLSYQTDASFDDAVQVKLLGLLYSM
VHWPVARSRLHSDQLLTSLFTMLKAGSGRMRFVVTRTLRHLLAAESAPDAKLVDAAAVRAERELAADSCSQSLGEYLLVS
IGQALSAPALVAANRKSGAFSRVGGVPLRTLHSAESLHSWSEGVYLVRHLVKRAPRIGSRIAGEVAAGLAHMTSAVRLCA
ELEAGHDLESLGAADWQVVWHALGALAVAGGYAETFRAGARISSPISHFSGTILTMSQSVDKLAIVRDDDDDVVVVNVNE
LEPIDDVGVSVPDDVPGVDVRSLIRDLLAVVTVNAGSTESALLAELRGRAMRLVLALLPAEGAAEELAQVAGVQLLASLA
LEEAATVPSITELEFKVNQLINEATRRIREEPKIMVELLTSGESAKKTGSEAGGSGPVAAGGSGGFSFGAAPAASAEAGS
GFSFGAAPEMSAEAGSGFSFGAAPAAPAEGSGGFSFGAAPAAPAEAGSEFSFGAAHETSAEGSGGFSFGAAHETSAEGSG
GFSFGAAPAAPAEGSGGFSFGAAHETSAEGSGGFSFGAAHETSAEGSGGFSFGAAETGSQASSGAAPNSSPAKENETAEA
ETEATAKAEDTPLVFGTLRLTAAKLSIGFVVSSISASPTCTISGHLTYVPLDTEPTPERVAGAVVVLDALLDFKGRAAAA
IEAGAVTIVFATDDPVDDGLVSNETSTEATQPLAAPAVIVSCAAATKLREVLDEPSSEEPSKLVKTIMSRKLVEEHGFEQ
AHADRALSVTATSKNNVEVFDFDAAREWLDENVSWMREQDAMLNDLDAPAAKPSRKGKEEALPEPAKDTVADTADDGSAE
CLANGLVTSRELQPGLGALADAWQAIGGGQGAIASLRASLADGSSFHSSGFNFGGPRPAQLTAELSTDDGAKAGVNHGMS
RMTSYVTVLRMTPLSIVLAELAAVQKQVVAHFATRALAGAVAFWPRSLPLSKLTDADTLARAIALGMAAPDVPALAATVS
SARLRTALISTMQLGNDVASDTVDILSARFHGLLDGVLSKAPLATEPQVYESQHNYRHGELKAFSIPIPTNVKTAVIIVD
PRTSLDYDDNLVFSHGPGRTQSIGTVSGNTPPASFFIFNQAALTDSELFVEFDTTRTASNQPTRYGYRFTIVPLKMESNE
AEPAPAAAAVSSALNLLDLLVASRQPVIDANIVVKLLSVLPHVDSIEVAEETCRAAAALFRQWSSVFNTAAADESARATL
PELIDELEVAYAVLARRKAIQCVPDRVPSAHVQALLELLIVARHVFPAAPDFDADDVAATTIRAAAAAAAKAEAESNDNA
KTEAEAEEAEDVQPLAPLRPDLEDVISREVALESRGVPSVTDALLYKVARHGFRNVSLVDIDRSTITPSLRIAAEKEVPA
AIMQASSGFGFSQAAASMRCFMGDVSVSAGKWTFEVSIFNGSQPFLIGWATQAWGRVSEQLRSGHAVSAIVQTHSIYAES
SMPGAVNPGVHFNVPYMSTAVPAKFEDIKRDEGKVPVYTVRVFLDADAGLFSLMAQGVAAPPAMVTSIPIGSGLHPIVGV
PNMTEAVVNFGASPWAHEVTDANFADYLPLHDARLDAPSRLDQFQLASSVATAVAARTTIDAKLVEAALAREISDEPNAL
AFEAVDDEAGQKRSGSKRRATGSGSSPSPSPSLFGQPQFSQPSTSLFGSTATSSPWGGSYGSAAHSSSTWGASTHVTSSG
TPFGMSLTSTSGDALLSTDPNRYFFTSERSNVNLVFAAKTVSGSGEGERPGSSESQVVLSEVVLTNVADMARSSGKSSGF
GFGGGFGSSSSSSSSSHAQHAVVSGLVFVCREKPKLAAFSWCDGFTAKQYAKVAERRVASSAAARDHEPVAMFTFGGKSR
TTSVKFETPLPGSYVVIKLLSSKSNAGMSLASVVFKGYVADHPLAEPLAAGEPADELVSSLRTRLLEAALALDASQAWSL
EGDAALVACAQNQATHGEAAVETLDPLTLDLSETALIRFAPLRGVACDALVARFVVIKYLNSLVSPLLKFVDVTDVHALE
TGGRAGAGIEAARWLDEMALSHVVFNIRVLLFFNTKMEVFSERLEEERRAAAAALNEMDSSRMVVSLNRIKASAAESAAA
PAAAGSSTGAPTIFGQLYAGLRAGPYARRFATAKADQQMFKADFLGEGSIDAGGPYREALTTAVADLMSEVTPLFRLSPN
GRTDVGLNRDKWVPNPGAKSSSALGMYEFVGALMGLAIRTKFYMPFALPSLVWKALLGEKLVLGDLDAIDKLTVQAMEQI
AAFSRDDFGVVVDEVFTTLDSAGNVIELEEGGTSRVVTYEDRTEFTQAVLAARLHEADDQTRAMRRGLNSVIPARLLALF
SWQDLELLVCGRVDISIETLRAHTVYRGGYSASHPVIATFWKVLESFSMDERALFLKFVWGRTRLPLQDSWVQQFTIEEL
RVRKDGKVDDILPEAHTCFFMLSLPAQTNYDVMRAKLLYAVENCRAVDTDFSVSTSAMGAWLD*                
>Ttra_AMSG_05663                                                                
MARRPEPEQFLCPEYNAAHPSPGKEEVDEEEDEAEEAGLSLMERMATGEPLEIDLDTSPMLASLAPLLAPHEDDGAPEVV
DPTPGSDSAAIVSRTVVLHRQEVKPEELSLTLESLRESLAAAAAAGEYTQLIRRLRQVFGSTSLLGAAFLAPGTDNANAD
EWGTVLDEVTAAYEALYAVDEPMVATAVRQAAEYLMIDQAVAAPMLRSHIELRQFVIVLLNPYLLDEDAANLLRKTALAV
ASLSDALKQVLVRWFAAWPRRHLSNLVATLQSFVLLRSVSVPSLNPHTDVPIISVVKILALTHAGNERRANAWREARLGE



LSDDAAPLPLTDFYNDTVNGHDFLDLVQDYETWINSSGGEFSFCAYPFLLDAATKADIVFLESELQMRQEGRRAMIQSIL
SGPVSPYLDTLNQLARYPNDMKKEMKVKFVGEEGVDEGGVRKEFFQVIVRELFDARFGMFAFDEETGSYYFNPASLEGER
EFKLCGIVLGLAIYNKVIIDMHFPRVVYNRLCGLTPNLADLIDAMPAVGRNLKYIRDEFDGDYADLALFFEYEYDNFGQV
VTVELCDGGSERAVTADNVAEYVDRYVRYVLVDAVEAQFGAFAEGFRSVVGSDAPHAAVSLFAPSELELLICGSEELDFT
ALEEVTRYEGFDDNDPTVRAFWEVVHEFDVEMKKKLLFFTTGSDRVPIKGLKALNFVVMRAGGDSDRLPTSHTCYNTILL
PPYESKDKLRTLLIKALSNAEGFGML*                                                     
>Ttra_AMSG_06084                                                                
MWDERFESGEVLGIGFVWVCLVVPTVAVLYLLGWLLSTAGGLLATRLGATACVGLGTLGLWISWRRAAARDTHVSSSMVM
VSLAAHGSLSATNSRLVAPVDVLRPGEPTAIVVKLATADGAGVVAKDVGGLGAGANGAAAGRGPYATAEEGAGGDGEGEA
GIEGVVPRHVAALGLGIAVQRAASAVESGGPHVGGKGGGVLESVALREDGAVAVVLSPRVAGMYRLVATLHGVPVTGSPL
ELEVAPGTIDVRGCVVGGDGLGPAPLVVFREARVTIEARDGYHNRIFAAAPYEARLDDYHNGLYALVFTVHAEGVFTGRL
LLDGESLATWNVVVLSVTQAAALREALTPPLTARSAISALSASLKHGLTMSEPATPSEASVGKVGGSSFDSGESGMVGRT
LSATSLVGLEAEASSGGSGGVVSKVAFKVVLHSASLTTMVVDERLAVMGSSGDEVVVEESEVLKLVITPRRLLLKRYVLL
GLVPQRVAKMRLGRGARLVLDPGSQTEFTISNSRESLRMAVVRHEEREVLYGAFVALQAAAEERGGREHAAAALEAKTAA
LYAELQAQHARAARESGVVKWVNLSLQVEGDASESLPETLAGLWPAAVRELGGLRSSKWRKRFRLRGASSFVGWAAALAS
HALGSGALGLFERTGRTAHPQAGRTSGSKSGLAALRLCGRLAAKIVYDGAVHGASEVGRRELGVPLSLSLRRLVVGLPVT
AECLAVDAPMVYAEQVLPLAFNDASASSAMAFTIRDGETEVELVPDGASHAVTERNKEWYLALLAHYWAVTRVEKQVMAF
LEGFYELVPAELVIGIDECELEVLLHGLPRVEVRRLQSAAVYAAPERLSSGSEVAAWVWDAVDAFAPLDQARFLHFVLGT
CVIDDSADPGSVAVVLAPADGSVFAARRVVRTLDVPVDMLSSYHDVYDALLAAIYDDRDS*                   
>Ttra_AMSG_06384                                                                
MSFFSLDPGLGRGGKDKLLASKRQARKERAQKRREHEAATRIVAFLRLTAELGAARDAAAAELAHTLAELAESSMPPPQV
LFRALGAFALAAGASGERVAPYAHILALKVVKSMTLPRPEVSLASYALDDTTRDLLFARLACLARWVVATLHSLDPKCSG
VQAILTLARLCESAPLLADTSADLRAACGRLAAAFVAAPAFPALVGKSLAELTELHPAGLLASDELSLEAVLAAPVTSLY
TPVSAVQLPLSIGLGVLAWSWAYPLSAADQEAGAVLLATHVLAVPALTARLPPALTNHISSLVAADGGAKLAVLGSPTCR
DALHAALARAPASAGAQHLVANLAALLSAETLAGLSADGLGGYLTLTHGLVASVRADLFPTARTLKPLRPRTRGTSSNSD
SDSDSDNGAGPSELAPMEVISGSESTLAALAPVDLLDAAVLHALLSPAHVQALIEAAGAAKTMSQLAVWIVAFVRLWPDD
RIALLHTLCFSAPLIPQLWELITHATPAVPATLADYAAQVCGGAAVGDAFQPLFPLLLFLCELVHFALLSVDDEAFADER
FAATLLSTRQTLELAGSLKLVLFHKLLNSSGKPSSDAEVAALEVGSKVLDDLVRRDSRIHFTSSDGGFWTADTLSRGAFA
AQFVQEHASADEAEPWARLFRTSASTSTALDYVKRPVREVLSNPRVGATEALLSVMPYAVSFDDRVVVFRHLVHADAMSR
IPQRHTFSVRRDHLVQDGYDGFARLGDGVRDALKIQFVDVNGELEAGVDGGGLFKEFMNHLVKAAFDPNYGLFCETPTSH
RLYPNPHSSYFAANHLDLFSFLGAVVGKALYDGVLVELPLADFFVRKMLGFSNHVYDLASLDAELHASLMKLKYHEPASE
VADWGITFELTDAVPQLELNTSIELVPNGASVAVDGSNRSKYVYLVAQYKLNSSIARQSAAFMAGMASVVPQTWLTMFAP
HEVQMLLSGSEAGVDVADWAAHTQYSGGYTPSSPTVLAFWMVVADMTPEEQSDLLMFATSCSRPPLLGFGELRPKFCIHR
AGTDTSRLPTAATCMHLLKLPDYGDVELLRAKLSYAVSTKAGFDLS*                                 
>Ttra_AMSG_06738                                                                
MATRSLVKVYLPNETFKTLPIKSTTSAAELVRLLAWKCSLTEAHASDYGLFVRDAATKALCRRINHEELVMDVTKHWQRD
GPEELFFAPAAAADADAAVSLDADYASVGSAGPSSLASAAFMSASMVMGVKVLAGRELAKMDFFGASDPYCILSTGFERV
KTRVCKKTLDPVWNETFLFSVEASSVLSLRMYDKDRGRKDDFMGRVNVPVRDVMLAISSLEAGVTPAWDAWFNLEHDPTD
TSTPAARIRGAVHLQFCFVDLEALDGIGAASMASTSASSSAAASRADPSLAALALGTTSGKVSALMAAPDAAHSAALLAN
PIIAEERAAERAAAASSPPAGDVSDTPLPPGWVRRIHVTTGEVYYIHEDSRTFQWLHPAETVLADAGDALPAGWELASSA
DGHPFYVNTVSRESQFERPTAPALGVSVPPTRTGPLSSSTSSSSSSSSSTSDSDSDSDSDSDSDSNANYATPPATPVAGA
SLRIPPVSVDGADVTSEADGGSWSDGGGDDDGNDIEVRAMASDEGDVGESAAASGPAQLVVPGRGEPREHSQLGVSTPVP
VRQEAGRLVLDVSHVVESMTSSIDSTPPMLNIRERALMEMLEARLNLRAAEADVEAELPPGWGRRVDGSGRAYYINHTTR
ATTWTRPVLPADADGETRETERERRRAQFLSRRLAVPTAHPALDPADSFSFDGPITDLAAAVDGDGSAATDDTSAAGDDG
DGDGAASADGASTRGDADSSGPPHGLYLSMPESGGGSLAGGAAGGALSTSSLPTPSAQGRPLPAGWEQASTADGRIFFID
HNTRTTTWEDPRGLADDGSGPAFPAIEADDDPAQSERDEVDAIMQGGAEAMACLDDFLPAGEWEVGQTAEGRRFYINHAG
RTTHWTLPREVVRAAVAARRAQRSGAADDDGRAGSSGGSSRFERVEAPALPGYRAQRPLPAGWEARRTPEGVVFFIDHNT
RTTTWDDPRVASGSKSKKPTPRYARDFARKVDTFRAQLRSTSGEVMIKVRRGHLFEDSFVEVMKKPASQLTKRFRVTYDG
EAGLDYGGLSREYFVDLSVDMFNPYYGLFEYSANDAYTLQINKNSAVVVGNHLEYYTFVGRMIALAILNSKLMDAFFTRA
FYKHLLQRPITLQDMQAYDPEFYQSLKWMSENEIEYILYETFSVEMDNFGAKEVVDLIPNGRNIDVTDENKAEYIRLVTH
WKLSGCVDEQMTALREGISHVFDPSLLQVFDENEVEFLISGLCELDVGDWRRNTDYRSPYSADHQVIQWFWQAVYSFDNE
QRARLLQFATGTTKVPLGGFGEMYGSNGKAKFTIDHKRGPTDALPIGHTCFLRIDLPQYRSYDQLREKVLYAIEEGQGAF
LLQ*                                                                            
>Ttra_AMSG_07672                                                                
MSGPLTEMLEGISALHDETRVLLALSQLCEYLAMANEDSMSGFSPDAFVPPMINCLSLAHNPNIMLFAIRSLTHMMDIQP
NSANVVVGNGGVPPLVMNLMNLAYIDLAEAAMQALDKVAHEHAAAIIQEGGMMAVLSHLDFMPMSSQRVAVKLASSLCRS
MSSSTMPLLSDTLPTLTNLLNYSDPKILESAILCFSRLASSLYSDEAALTTVTSYGLFNNLLMLIGPEASVSLPDNAFVM
VLSTLATFARASPQLATNLMQSGVLAVLRHLIAAEPAAGDATGAGPAPGSPVPAGTPGGTLASPSTMAPTTSASGTAAGR
PAAVLFQSLTLASELLPYFEYDFPAKNTSSSSSSSYSSLSRFSSRYSGGLRSSGGYQLVLGKGLESRSAGNEVLDTETGE
TARLRMLAESELLLDSMVEMLLAPLLGVCATSVNPSVRNGGFRVVGKLVHLASADVLRERLADLPISSFVAALLSERDLT
ALAVGVSLACMLLAKLPDVFGSYFVQEGVVFELKRLASSDLGSLGTPAGTCSTSKSAFGQASSSGSNNDSKSGTEQATSR
SENTPTLREWIATSVSSVLDVVGTLHGAGSGHERTSHLREVAASLNKLPRDSVGAADLGAHVALRNALVDVDGTGTAMVT



TFEIISSEVMEQLLEYLTDTAVAPQIALDRLAVFAHVWVNAPRPASVPADAPSPATPQHGYPMLVPLVRKVQEALSKVQT
LPVMLHSPPDGNQDLRILTQSFRVAVSPGSSSREAGLSYTASELLVEPLAPLISIEEFVIGKLPNKAVAKARVALGGPKQ
LPPAPGTTAPGIPRSSSNTAELHMLGSEDEPLAGSSSGAVVDASGASDDYEYDEDEDDDELAGFGDGGGNDEAGEHGAQA
VMDLLDAALATQATSPSTAAAASGSASTMAASSSTNGSEGRNETESGERLARGPGLGRKGGSRARPTKGKKKSSSGYNVE
EWGGGLGSTASAEPGAKYAAENAVLVLSLNGKELPPSTTVFQAVQAFAVERAGSEDNYAYDDSAEMHRALWDEVYTFEYR
LKTRDEYAAYVAEQSAVLRAADDKVAPASVGTPNVLRRVGTPRYAGAAGTQKQAGRVGTWLSPFEHIGTPLAELVGGLSS
SSPAFVPLALLKLLHTMVVHIRELVERDGSGYDSPEALTHAKLQLAAVLDSGSGVVASGEFVNQVVTAKLERQMQDPLTV
TSGAFPSWVTQLMAGAPFVFPFATRKQFLHTTAFGVARALLQLQENSGATASSGRSNSVMVGRIQRSKVRISRETILSSA
FKVLELYAASKSVLEIEYFGESGTGLGPSLEFYTLVCAEVQRADLEMWRTSESKDNKYVVAPHGLFAKPFDWRKAEASGP
GSTAAAAGERLLKLFKFMGWLVGKALMDSRLIDLPFAPAMYKVLLGAPLAAADVALFDPVFAASLEPLMRAAEAVANGTP
ADKVTVDDHGTRVEDLFLVFELPGAPGFALVDGGCEMEVTTANVGQYVDAVVDATIGSGVRPQLDAFLAGVNDVFDLAAL
AGFDARELEIILMGTDEPWTAADIAAHTVIEHGYEAHSRIVNDLFDVLASFDDNERRQFLKFMTGSPRLPYGGWAALDPP
FKIVRKTAAQPDAYMPSTMTCLNYLKLPEYSSAEVLQAKLRQAMTEGQSGFLLS*                         
>Ttra_AMSG_07806                                                                
MRRASEPFARATATAEPTHVQTNDDAESAASLPVTAILSSLARPDSSGARDLRHEIASVLAAGGALTSIDSRTREVEHML
EEIMAVARHTGHDESGREEDAALPPLPPPIRHVESPHPYRNSMDETWQVEIPGAQGLALSWAPNCKTETRYDKVYVYRSA
GHSDEVAMFTGTNFRGLTIDNTDRVYIRLVTDSSNTEWGFAVDIAATAMAGPLTAPPPAPHLPADLAHLASASGAPGATA
GAADAAAMQAAATNTMLACVVELMKAQAATSPQLNTFILSAFADLMAGAGPGSLLDVSPLIGTALDHFRRYVAELMAADD
TVARQALLPRELEPKVTMLMAAMPIASGSLAALLHLLPQLFSGGSYNTPIALAPQLASWARWQAELPSPGPAALAMHIPE
DPPIASFFVCHDGDRVVPGKVTSDGTTLFALHASTILAVATGFGAARAGSVVRAAVVQGLSSGACRGLFFFAGTGLIAFT
DSGRVVRISPTTLAVEATDMVPEEFSTTAQLCSDGVYLYAVAYSAATTTTVEVYHPSDLAHPLRTVAVAHVVTASERVYL
PYTNGEVMVFPSANRLVAVSLRSGDLVRSRPISPAEPSALTEPLPGFPAPLRSALLRAYDPATNAVWVVAQCGLVAALPC
PGIVHPVPSDIVHAQARASILSPFVEVGRAGASLSGSVLTQGRAGFAMLHLIDFHLAPLLPTWLAAGDESGSALPLPVSA
ESQWVSKLPFALEFAPHADVFGPMVDLLRAAAVAATPTGWWSDKVAGTAPISNADWLGLSDAPQADRIYALLVVLRMLLT
QCVHLSRFGRSAADYGMTRSVSSALVEMLYGLINFPLEATWAAAQLAAAKRVRAHALELASGVGFSHVFPSTDQQLAVFA
DLLATPAAELAPGKARVLGALISSESDSILASLGDAGAVDASRNTLFAILAQLARAVETVAARAPVSELVASLASPAFDA
VARDMHCSEIDRCLGDLAASPLVELLVRAQTVLHAAPNLDGLASLKADYVVRLLEHAMTELDRADELAAALLAEAPVATG
ACAELRAAVVMRAFDSTYGQLLPHALAESLAALKSYPRFAGRMHGLLAAVLARAEAIQAHFGLEGEAGSGSSLHMPQVVE
SAHPYPNNDDREWTIAFDGVAAIEAVFDARCSSESNRDTLTLTDSANRLYAFSGPNWQQEPLQLTGPTVFVSWQSDYSNN
DWGFRITFRPQVRQPLVLDSVASAASWSLVHALACMVGESDPEAPDVASLSPLERKWLESPLLHNGYREPLTPEAKAELL
LLVGSLADYAADAVTPLVLAWDDPADIALYHTFVAVHLHHASAVGAASSLAAALAAGTRPIKPPAWLAAAWEAAGKTLKW
LEGLLSADKSAASSTQLTSSITAERRRSMVAELLTKADFLLSLEPACSTEQVFVAKAEGPPVADKAAPGDNSDAGTRARA
RWHKAMRAARIVSRFKSWQSAMKTGSERRSRVLSIGALSAAIHGFVATKDALNALSLTELLQAQKIKAQLRLAGFHGVQA
LLHPAEPGSAVLDASLKAVLLHELGLAFASMSLRDMLAAPRTLSEQCLRAQFELLASMANGLTLEAAVSGSSSPIERQLL
TVALCNVQLPDAPSDKSLFLQSGVLDKLLDLLRVCRGSDAPSQHLWKTTMLVASSLVIQMVSTLDLGLDGAAAIGSRLVD
VLMTALEAVRPSMPQQAVVAVLTLLAQVARRAPPQLVQRELCNPPRLAMLLQTARCHESVEVLSVVLSLLGDILPGASEP
GALAAQVVVGTASIPLVQALVQELARCLSGEYVTVGLSVFGCEVQSWDDAQGLASDLAALVRKLLDASAAWGEVTSTVLD
DALMGACVLTTGVADGSIRSMDDFLAAPEVVRGAWQSAAALYVLGSDLPLLRAGAAANAVADGERMRHGRVLALRPAHAL
FLADGAQTLSAVWLPREVLKPRPLAPVKRPLVGVVSERARDAISALAFSSTGNSFASDKSLSAVWAELQWRALEVVSALV
IEAPQALGDDYLLTLLNSLGSAGSWTLEADASAARRLIPTIASRAAGQGVVPGGGAGGVSHASETVSGELFEPLLARLST
GSFSLSAFGEVPATIIERVSFEELPLPPGWEARATDLGRLVYVNHTSRTTQWEDPRGEAALSMSTMVAGSGTALAASESD
ELGLKVYSAFPVPHFESSRGYIAENASLGPQVAGNAVMVTAKAVDNGEKLNAMYARVVDAGAALMVVPDTLSSHVQTLVA
TSLAALVRPETKVAVMVSRVGSPILGEVNARAAGREVFVTSEGLFRPDRILTAARGASSVESIRRELAAGSQSAAAAAER
AGAAVDIPSAVPDLAFATRALSSWRPSPVVNLGTRAKYLNLMDEPDGGAGADADAGEAAAASAVTLESASSDAGGRQTML
ELLALLVKAYTTLASVIRQQLLCDVFSQWSPEAFLGFAERADPQALAAFVHAYVLTQKPSAYLRASNVNVVPWRPLTQFL
ASINALYAKSAAPSKRPLPQPEPQSQPEPQPEPEPQPGPEPEPQPEPQPEPEPEPEPQPELDLEWYQTTVEVVSASGLAS
KDRNGYSDPYVKLNFPGSAVSFKTLVKKKTLNPVWKQRFLLHPDDMPLQKINVECWDKDYGTKDDFEGQLTVNVAAFPLN
ETVTRNYVLQGRGKQEEISGSVRLAITKAARLKQAPPPLPTSAHGGTQEASVTRRREKGKAEVEGVVGEASCDARSDDAS
AHSRLADVWVPASREEADDFTWFGMSLLTQALGALTTKATTPLARLRAAGAELVVREVLCVQVRWYGELLHILHKALLKR
VWDAESTKERASLFDVLTGLLVTLRCAGRTMDGESAGCYRLLAEHLQANVAANAKVQTTYVQTLTGLLVVAAGSFAPAAP
LKVGAWWEEVRMMERVVDGFLAESISSFSREVLEAAYTANWASGRVFATPHPYRNSMDEWYEYEADGASSLQLSFSPLCK
SERNYDYLEVYEGTRRRRGARLGRYSGTNFPSSLTARGSAVVMQFVSDASSTEWGFEVLVTPQFPPGYRPAGMVSGVEAM
IPQFASGWNLDYDVALAKLVNKITEQRSLESWRSVREISAVLPEVLDGSSEFDFLDAERATARLPLLGYLNRLVELSLPY
VDMTRTRSPHSLAAKLQRAAGLLFGDYKARYLSDVLGATGSSSDRPRITVHRVRAMEVVAAASAADPPGSVLVSLPDTIV
GQAAAELAQVPVARLRQSERAFKVEFRGEGSIDAGGPYRETISQMAEELQAPGSMFMPVPNGALNVGMNRGAFVPRPSLD
GEYARSLFVFVGRLLGVALRTKGSFEMTLAPLVWKALLGQEVGQEDLAQIDITTVRAVESVRYIDQQGIDAETFGDLFFE
VFSTHLFDGTEVELQPGGLERELTFDNRDEYCDLVFATHVQAYTKHVPAMRAGLGTMVPLPLISTVFTPDEVELLVCGRA
SIDVALLKSQTEFGYGLTAQSREVEWLWSVLESFSPEEQAQFLRFVWGRSRLPLNATGFDQQFKVKRMDARGPADGALPV
AHTCFFQIDLPAYTSREALRAKLLYAITQCCSIDADTNTVDRSAWG*                                 
>Ttra_AMSG_08014                                                                
MFSYEESPTYDDESVHATWAAQREAETKSAPSLDHIKGEHNLRVLSGRCDNVDELYSWVRSTVAAAFAHCAADDVNKLAT
GMVARRSAVLAAAQHALINYIRQNCLWGAHIERPVLSCPLGGEPLPLALVSDETNAITALALAVDDTVRLDTVARTLAYL



DAVVDTSFEVFRLDIGRPTSSNVYKYEISSRVVVATFSIIERWIAHDFCPPSLLARIVLHFVRLALDSRHVSLLARVVLV
LRTPQLAALIDPVIASASDDLAALVNGLFNPPHRDAPIRFPTKGTSDPLLCWTHCWLNATVPAWSLQDPAVAELEVPYSA
DPLPLVAPFPQPGVDPLPTFSPPTNQARFGAATAPPVHEFASRPSTACTAAGFLYTHSHQGLSKIGTGHHGTELMRLYAS
NLHFKLAERGSLVAAGDWLLYRSPSIAPALFWVISPRSLRVVGRVLPDGSGSFATANLSAVLSPDAPDARSPVAACGNVV
VVLHAAHDNPAALAAHPIQTHGLLTTWHASVVGDSPDAALDDPLTFLVLRKVGEHFVVKSVTRTPPPRSWASATDARHEC
NSPVIVAPGDYIGVVIPKGDSIQHDDLSADGSIVYTTAVPKDLALGTCIHLTLRRSMSFSFAASIVPSPDKPLPAIDSPL
DASVLALCGLYTNGDELAIMLPPAEASPPPKGTSPHVCVGYVFSLATASESRHFVLGSPVEFPAVAYDPVDDILFSCFLC
NGSVNAWGNQAHLLPRHLAPPQPAIPCLDSTAALASSLIRAIGWRSRVLRRTRSRDRSGPIVLACARELSRDAINALLDL
ASTAADPTDLAAALAALADNISFAADGHLIDWAVLLGPNFDVIADAARALFCAPGAPVTRDILADALPLLCHTPALAADL
VCDALAADPASPIIDAFASLSRTTLLTGPILDMSRPALMRALRALVDAAVLPHAPPGPARLLAQLSATLYALGADHVVHN
TLDANSRTASQEAADTSRLVDLLNWILPGYITPLMSAIAALSPSAIDLSPTSLAATLAFPAIASLTALLEHGEAELAVAS
AGDALASLATALGGLLDSARASLAAQGIPLDIGILPDTPCRARRRVIESKHPYLRVESRMVIDQAPAERMTIEFDSASAL
DSGDELQIFTRDHKTKNFDVLVSSFNADMSPPVPFVVPGEEMLLVLKTTAPQPDSDPPSKASNYGFCLVITPHDPVANVH
SAREASIVRAIAHLHTRLLATLYAPRDASSASLRNLAPGAISWADAALLHGGYVTEAASDAADDLAAPLRDSQPCSSAAD
GYTQFVWAIARGEQVTDSSSHAVAAAARFWDAAQLALASATSSLPLDRFDPHAILRRAVLAAFLKHTALVAEAYAIGAVA
EPGLAPELRMHAPKVRKRKVKLSVSVPAPVTPDAASQFSPQLAAVVQAAADVVAWAFYERRSRGEAADADTVVAGLLAKA
ALLLRCNPSVGADRMAGGLGSSATSSSSAIDVATPAPASAQLAGSSSVKAFLKQWKAARVSSSLLASTMAADVVLFLKAD
IDVPDLCARLEQRSRFARARAVALAELARYLNNSGEVDDLALEALHAFARALHRAPRAQGRLGPHMLDGIRGCSADALAS
VCDYMCTLLTALVPVVASTSAAALPAMLCWALHFHKADRPLILSSGILPALWHMASVEGEPGLPAVVASSLFHTLSAVAL
GWGLGWPRLVVVGGPAPGVYPKTAVLVTASAASSYEKDLFSLVLSSLVGAYQDWRAALKSSPAGIPFFLEPTPYNLDELT
SRAPPDVDADAEATWMAVHAVPAFAAPRAGRSDADALPEGGHAGFDHDATAALVADSDRSLVCQAALVVKGRTDAELAPL
IDLITDVILPTRGALAAAGTLDLVASHDPRVKAAASLYASTSPALAVDILVASADIVARERQSSGTSNSAVSALEAFLNM
TLVDGSLAGSESSSRRRRGAKSRTADDSIVSPRRLMSDALVTIGNSVTTGAPVCVQQVRLRATINTLAGLARAPIAAHFL
ARSPWLELVLALFCDTDLSPATRAAALAVLRAVLISTSPAMLVDDVPSASAAVARAAVVLGSPDASLSPVDPEPQTHTSH
VTVCELLLRTASTLASGRDTSSITAAGLLEPLLVVLREFAAASPEWCEHIVRQLRESSSNPLVMLYLLAHAPPSLAIGAR
VFVAPPHVISGIVVAFGYNHELLVWSPAPNDDQPNAWWVPIDLVTPEPPLRSCSPGSAALALALWNDPEVVQIVTALALA
PPTPVLADMERRRAAVAAVANLVSLGAEAPDLALPALQTLLRVALIPMPLTRVYTAAELTQAATAQLWAARHAAVNAPTL
LGLKIDGSPAQLTVRGVACPTAMFRNGHCLTPPTPSDLELFRSALTSCSLVSSVAPTVPSPGHSAIVLAPQADNKVAWAS
LATMLQAMARRQPCAIVVLLGIPLVVATITSHGPQVVAATLERVLRLHQAPPLSLHTLPPSASVDKGKAEAGDAEPVEVA
PFPSAPEARNGLLASELASLAFFDPNLAYGSNQQSAAVLGAGHVPGSGVLDAMSSASKSDLFALASGAADNVRALPTSNT
SSSTALNAKERAALVGALPLARLLGGLTFWSARSGVVAALRALGTLDPQAVAETLVHDDLLRLLQMVAGSYNGIGSPVDA
QELQDAAAAALRVWLAGAAPEPRAVFVKSVSTLVVGHMGRAQGAEKAKSLPPTNINPNRLAFTVPKGGLGVRLSFPPGLA
GSSITVHNRDGSQTTVASSEPVLIPASAGDMYVNIQRASAGLPVACLTTLPLCNELATQPTLDMVTWAVELVGDVVDVDA
TSRIVAGMAELVVAGEMAPALRLRILRALNSLLRDADVAGSTAVASSLLRWFPHKSWQALFSAFMESGKVRGIDGATQIP
DVLGMASPFARALCEAFVALRKLRARVKTGAPNMDVPDVTGADAADEAHTEMLVSDAARPKAARKVRTHDVSSFSVSAFA
PTTTMARVQASSARFSSPSPSPSPVPSLSPSAGATSDVLGCDPEQADSPSATPESPVLDYWLGLSKSAPHEGPVMFDQLV
RCVALLDGLARGDEPPAEALAAARASYVEAAKDDKLDVALRVDDTLMQMEPGLVAKLASGVTRRANAGSLPGSRSVFVSS
SSTTDGYAIELGKALVLRAGASGARLRIGSITIEPVRASGTPELREAFLYLVDTSECGDDSLPGIITELESAAQQGILGG
AIQRMAPVVYAERFQVNQSSLVVSLRRPVTADVAVVVARTARLDNTSLELGRTRVESVWMAGRALNGHGTASCAGLVGVG
AADAAAAINAVVAKHYPHATSTESTSVLGPTTTVVGELCGLNVDPIEAVVTAAEDGLAVDSDAVVWVRFVNLVALAAMQH
CDVGRAGVIAHALARIKPLVLADVASRLVEAALQVSQSQTEAHGRPTLTFDRMKAAAATTLDETLFGQLVTALVDCGPEL
LVRRERAWRVKFVGEGASDAGGPYREVFSGACAELMSASSVVSLFVPCGNAVSGFGSNREAFVVAPGAVSDGETQALRVL
GWLMGHALRSGLTLDLLLTSVFWKYMVGEEVGRADLAAMDQMCCQSLDAVREIEAQGVGPETFSDVIDDVFEVHLSDGTV
RELVPGGASMPVTFERRAEWADLVEAARLHEGDAQLAVIRAGLGSVAPLTALSLLGAEQLEQRVCGVPHIDVAILKASTV
YSSLSEADDVVLWLWRALESFDDAERRLFLKFVWAAPLDADEGPALYSARASGVVTGGEHDTFLPVSHTCWFQLDLPAYS
SYEVLRERLEFAIRHCASIDTDFTV*                                                      
>Ttra_AMSG_08811                                                                
MALAHEGWVVAAGDDMFAQLTPFTKAAGESGSAQGKEWAALALGETHGVGITADGSVYQWGDDMTHGITRMVALETLVVA
KVSLGSEHYIAVTADGGLVAWGRNDVGQLGLGKATPGAVSKPKRVRLPRVIDAIAAANFTLALTDEGTVFAAGDNTDGQL
GIGSTNNAPAFASVALPVGIAIVGIAAGASHVLLRDFDGSVWAAGANRHGQLGLGTSALGRAAKFPSRVKGVSDIVAVAA
AGDSSAVLDASGRVFTWGAGARGVLGQGSLADAPAPVAIAAFTASMSSIALGPSALFAMEAESGVVWACGSTSHGQLLLD
EAVVDDGTLVPMETCKDDTGGNDTTPPSAAAEDAAKFILTPRPIPESPSWRVHGMALAADVTLVACRGDGGADANEQPSL
TFPVLTRVNFQALSWAALSELSSETPTPEYERKFLEELRGAFASPPTLNMSFVAREEGSCRHELDLDLATTFFEHINTAP
VASRVPMSLLAHVLRLCRSLRSLVSDSPAYSLRFLHLVGLAIDERAVLESPASYLDAIGQFCKVVAGLPPKLLDSYVETL
VLYPQRAFQRLVRIVIASFDGILSPYTQRQAPARPIKAVLPRAVHEVLAMIAVLWQANGLRSQEAESALAALPSSAFEAA
SLRPSPDALSLLANHTVAYTGAKRSATRLGATSFNVCKTPYIVPLASKTALLRSEFKNRQNTAVQQAALASLSMGSPVIE
PPALHLPIRRDFMSLDMINLLKEMGDEIDADPGLPLRIQFTEEEGIDDGGLTRELFTTVAHELFADTAGLFVVNAAGYVT
IDPCPTRELDDYRAVGRFVGLALYAGAQLGVHFPPHMMRMLLAELRGEPSPAHEFGLRELSELDAQLAHGLQCLLDYAGD
VESTFCANFTLRLESPSGTREVELLPGGADIAVTALNRDTYVSKYVEMVLAGAVAEPFAAFVAGFGATSKFGSSTLLHAP
TRWTWRRYAATHGTLVGTRRRLAPSLGSGTTPWL*                                             
>Ttra_AMSG_10172                                                                
MQSTRLSRSGVWVRIDAVKASFLTGTEYQEATKKDPYLKVRFGKLSLETPHVTDSLEPEWNRRYAWPLETFVKELSWSSS



AFDVKIANKNVFRSSFMGGYVAADEEIRQWLDEATPESLSDRLGVAVLRLIDLTLSDVQGDDLRVVKTFKLYPKKEYKAM
GKLSRAERNARFAASNAHVDEHGNAVDEDAVGVVTLALSLGAPPATWTVSVQDSVLARLNSILGPSSDYEAKFDAHGRIF
YLNHAAQSVTYEAPPQLAAADLNSSIGSVDDTSMWSVGDGSLVAHVASDDESVTSAPSEDSDTYAASPVWWRTKQLGPMP
PGWELGSEGAAKPYFINHSLRKTTWDDPRVPGPADTFHVDVQTVLAANAPLEDGWERRVMAVTHRLYYINIDLWLSQWNA
PGEEFSELESYHDEVRGAFPPGWERKIMGDGSVFYVNHLSKSTTWTDPRLASESGDGAGPSMSTAAGSADATGFQNQLAA
LHNELPSVSGETLITVSRDRLFEDAYQRIMALDSTALKRYFRVQFDGEAGLDYGGLSREFFTTISQSMFSPYYGLFEYCG
SDTGTLQINKHSGLVADDHLRLFRLVGRTIGLAIRNGKLMEAYFTPAFYKHLLRRPATLRDMQSYDLETYNSLAWASSNS
IDNILFETFSVVEHTFGTEVVIDLIPDGRNIDVTDANKARYIGLLMNYYLFDSVEEQMEAIRTGIADVFDLALLERFDSR
QLEYLISGLGTIDVDDWQAHTTYSGPFSSSHKQIRWFWDIVRSFNDEERSRLLSFATGTSRVPLGGFAHLVGSNGPKQFE
LDSLPGSADRLMYAHSCFNRINMPVYPSRAVFENKLRLSIMESAGFDIA*                              
>Ttra_AMSG_10688                                                                
MGNTTSTLPPGADEVETMHQDSLLVSLITPSSLAAPKFVAEAVATYRSPASSSPELNDGSVPQATMAALGSSALAAAAAE
FLIPPSARRSAAAMRKQVTVSTASTTLYTQLVLLRATLLRRLAQALARSAAAAAATAPLRPLPDAATRPIGAPLASASQA
VTADGALGIHTSLGVLVTLLKAAARADPDVGLETLASFDALLHTIPLLGLYLGAPEPAVDALVGFMHHTLDMPQAPPSAK
SAALAGLVGVALAKGSFTELLFVAHTLLTAPPAAPLDVSTYLGRLASYNPHIPLAALDAKAALSFSNEYTAPAAGSQGSA
ASADTPAAFREPGAIATDGTYLYIHDAHGLAKIGTGANGSIQGHVYAARPLFRASDAASLLCVCDKLYYRSASIAPAAFL
VLSASNLADIGAILPDGSGSVASDPTSETWLPAEFTPEPKASPPTFASPATTDGRYIYVAMAVYGYAPDAPPVSALASAV
AGESRSAVSGAADALPPVTPTPTSASAARAQSITFPPPSAGSSDDAATSLAGPASSSAGPNPAAPGAANPRVVVATFDPL
SDPPMKHIASTLLSGSETLVGHVLSTRQCYNTDTRIAVDTSLVFHAPGKVAAWCMAGRGQGNFVFQVYRRVAGDHYVLVG
ENEVETISGLQVFDIPPDERIAVLPGDCIGWRWAIDRGQVYYDRNVPGTSPSFVKYNSNTHGPRDAVGDTVHFTRTESVT
MSIAAVLDPAPVATHTATSPASSSGSVPLTFCATAGPLALPTPVLNYGALYCNGSCVAILAPPNKQLHDGFPNHASTRQW
SLASGALLDHTDAGLNPQGMPTVYDADANVVWNYAPGTRKVFRWACGPLRPALTFPVSSETAAAARFPLHPLDVPAALPA
LAADLPPAASPADVAYVLLRHADRIALHHAPPPAAAAAHAAPTLSAVAASSSAATAASLCRELCVQLHPSTFALLLSLLR
RFAAALPRVLALPSTAPVPDDLATAGYLTMAVLRLLKVNLAVLVSSGYPLEAFDSKPLPETAAASAAGGASPATLTWASL
SAADVAAASADLLPPPFNESFPPLAIEHELDGEALALLSLTDCVLLADNKLGRGKKLHAALTAALRKPPQAHAPATDASS
GAPSSRKRPARLDTGSSSATKPSRLDGSPSVFATIRNELVALTSHSHAWIQDEACGVLTMGMNAFYPTREDRLLLLGSTL
AKVDPAAASPDPFVAAVLEYFAEPATVADLFVAPLTDALTGKPSLPPAFATIIHNLIRIIRAEAEGLLASPPAPSSDASD
LPPAPSTAARMLFSFLTHLLARATASSGDLLDATVTLASDLLGAAADVVTAVVAAAPDNAALADSASHGAALRASFVPTI
LPGLVSALPVLVASSVALAAKLSPRLVALFTVLDTLNARIPGIAETDAELLTARASTYTKSIVEESLHPYPTHARVDKKV
TIPNATSLTLIFSKSCRTEGGSDYLDIYQAAHHSNHLYRFSGAYNQGSSSFPAEPVTIPGDTVYFYFTSGPYSYSHYGWS
VTVSAQLPDVIGPVPFSLDLLKNVGWALGSLAAVSVAGAPLTDEEAALKSLLASPLLARGYAGSPPDSPFLDDMLASEPT
ASPATAGFTMFLEMAQANATGVSLGKKARGAPIDFLVERAVLAAAIYHTGLLPDTLVYAAALADAGDNAALRPAMPKPLL
HLWRRAHKIKKWVMREYEDRESARDLERAADSDLGAATATSAASDRSFAAEIVRKARFLLSYAPAALPPHDAANSPAVRG
NPTLGALVPAANSVLASWRHAEARFAAFDLNAADALCNELDVFLRTPLNVADLASVVATRSERAQTRAAGYATLATLIRD
VTIRSAVYDLLRPSCDSLDVSVRSASTGVHHLDALTTAPQTQLHAVQDAFATFLAAVNTVVGDDATAPPVRAAALAALNL
RFLPSDRNLLLSSGVMATLWHLATAPAPASTLSHAAAAAGAAAESEPSAPASDGPLPDAELASVLEPVFGLAAALSLRSA
ARTMFKTLAATCIAEPSSARLADTHPFEATSILAALRTVVLDTIFDDLRDGLTSGLCAGLDDAFLDLNLPFGADVVAAAI
AKSSADGDVSTTSVRTVLAKVFQGLGVPSGVYDDILHGHTPSSLLGTLYAAAKSPLLHAYLLDAPDKFRVVLDVLVAPAA
SPATRQAIFRTLRAMLPCMAPDALASAGLDIVPFLVARIGAVVDKFIVSSSSDVAESAPDGTVADGDGDADGDAAAAGAG
ASNDDDADKNLILEVVMLLRTLLKSSSWRSAIQTFMSGALAQVPTLLTVAPSPGNVAIWSALAALYTMGGISDRARPGGR
VEFLRPDATRTSTGIVISIATAGNVKEARVLADEALDGTRASLSPESYPVSELTILPEVSVDPGLFPLTSELLPLFGLFL
SEPPSPASLTYYQFKSAALQVLGELLSHPPSIARFLSAGMAPLLVSASLTHTSLTKGVALPLVEERALYLQQFMLPSASG
LGVTLTLSDGQGPKKKKTPEQLIDEFLAKSGMAPKEYNDLRQTFISVDVDGDGYITRSDVQAYLTPLFGYEVEGRELEEQ
FGQFDRARKGRVSLLDWLHSSSGLPVPPDSDDESGGGGFSFGGGKKVKRKRLHLRVDRPLAVVGYIDVANELNGLDLEAW
TDTALDLVPAEPLTAPTDGLENGAALAGQLALISIDPDRTTEAERKAQIATAQAAGAFGVVLICPSDDLPPDNLGPDLGA
DEAIKAVAGGGFATPPQSSGQPSGGFTFGSSTFGGSSNEPASLVASQSNAGLFGSSNSGAPASTDWSAEPVSAGSWGASA
TPAAAVDASSGNSNGDGATGSSGDADAKPSAKPDVDADAVADTDAEPVVAITIPVLYVSASDGARLLAALSDEADKAAAD
ATEAASSADATAAATPAPKDALRAAAVAELEALGFPPVQVAKHLAAAEGNVSEAAASLFLIKHAGAESENEVLAYASLVA
AARGDASSAATGAGESVKATDGTDAADGADAALAAADKQPKKKGTKHKKHNKRGWRNKRQRKTSDKEAGEGKGKSGKGAK
GGKTKAKDKSGSNEKDGKAKDSSASGNDEMAVGDLFGEKKSGGSAKLPAGDEGVTRAVYYDLDAAGIAGARTTAVETEVL
WPSMEGVDDVSLVVTDMQAALCTLYTRKAVHALLAEAASAPQQALSELMGSDPTKLVDFLSLTASSLANDPSAVAPFGVD
SPLTHLRPALMAGVVAPGPGGEALGTLLVRYAVGTLYRAEHLDDGLGGGAGRVSAFASVHPAVNSSASMGPTHVSVPDAA
NMLVTFDPRSCTGNAGNELVFYSDASCETAVHKCGGSSAGFVSFVVPGSEMWFKYTQTMEISDAASSWGWRFIVSPSALP
SNDAALDAFPNVELACWVLATLLDALESKAAGAAPEPTAALARQVYKPYVFSLLVSALSVTVLNQKIRVLRLLTFLLRSA
HRFEAASELPLDELRATVHASMSSRMRSETGSQFYSQYLQNLAELAVALDSVEASVAASAEASADGSAAKSKGKEESQDN
GASVSAAPAPAPADTELEWFGKFKTFVSLLESLRERKTGFDSSVLADATASYCAMLRKAGPLNYEVVSTSGGTAKSGTGE
VGNMLIDDGSVYAAEKSTNVDVVLKYAGTAPEAGAVVTALRMKTPSYPNRGPVQDVLVWVMSEEPDLEVLAKYNDATNDV
FATASTTAASLASSNAPRDETLPVAMLSLYSCDADTGEMAVAKAGGSDELPAGKYVVVKLIRPSAGSSVDIAFFGVSGYP
AGDGSSSPLGESVDEASWNHCPTEGEEVWSRAADEALVALVNALCTRESVAPAALPLASVTYEADRDELYAGALGGVPSD
ALQARFVVLRYVNTLFAEWGKLVDLSAVENRVSLAALVGDLRPLLFFGTKNTLLRSVLSATAHYTQARIQVDRLAAKQAV
TAEEKAEHCVFVQAAAQLNKQNPRVLRAMDGQAFYVQFLREGANDSGGPYRELITDAVAEIMSDDLPLFIRSPNAVGTIG
SNRDKYLLNPSASSAAQLELFRFFGKLLGVAIRTRFALDLHLPRSFFATLVGAPVGVWDLRAVDEAVVNSLTAIRDFTEV



WGIEPEAFEEYVMDDFTTLLSDGSRVELCPGGAEKRVTYENRLEFVDLVLEARLHEADTQMRAVEEGLGSIVPLEMLPLF
TPSELETMICGTAAVDVALLKANTMYSKGVSADSPHVVLFWQVMENEFSDAERRLFLRFVWGRSRLPSSSAAFDEKFKIQ
AFVLDDGDDADRHLPQSHTCFFSINLPPYSTAAVMAQRIRYAMTNCRAIDTDFLPAPPAASSSAGASTGGGIGGGEYEYD
SDY*                                                                            
>Ttra_AMSG_11027                                                                
MSSMEAEAVERVLATVPDLAHVADPLAVLSIPSNGILPSNMSPDLMLASAGSDSFRVSAKRLEQEQKEMAVLDQVAALSR
DAPPQLLARLRALLTGLTAVTIAEDGFVAIAAHREALGLAIASAIASVFKSSADAEASTASLPDPDDSLRPEGGDAGGMS
GLMAGMLPQAGASAADTLVMTGLRTLLLISSSVATSSPGLLAALLAEFSATLAALPDFSLLSPRIPRKQAFDLQASGVTL
PAAMVTTLHAWLATLPSDLATAALGLRASLVVHRGELPSVLALARELYFTDGDVPVAALAPALATVTRYAPRRRLPIPVV
TASAPKPLEFSVESHPPLRDDGPKFSPVLAMAADGAVFCHSPNGLFRFAAGQTGEPSHAATSADDVVSSKCDVIVVGGLV
LLYPVDSRGLAPVLAAHPQLYSTLDASLPPTFVAYSAANLSLVGSVCADGGGSIATANFADYPMWAPAELRAARLADAGM
TASSPFTDGSSIWFIASTAAPELTAAMRAKHAGTINAMYLPAARFEALRFGLGPDAPLPAVTVLHKPVSSVGHELFARYD
YTSSRRVYIDPSLRIAAPGKLTKWSISSGGRGPLILQVYRPRGSNTFELIGQNVFYAAGCGKAEYNVADIDVIDVAAGDV
LGVYHLVDERGIALINGASSPAIPVLQPPEGGLEVGGVYTSSTTDAIKFCLRATVEPSRTSELAPESPECCLSWRPALLS
STSFFAATNGETLVVVADDSARGQAVINPRVARVVFEFALSSGALVEAYGLTDNQIQRSIARLGFAPLNGGLWLQPQTDA
ADATALAVIAPTGPAGSSLVPDIEPAATVAAALGPPASWASGPAIAAGLVGHLARIAESQDGSGTAAPLGILVSFEAIDE
LTKLASAAVAKLAVTPCDKSSQTILTSALRIMLTNVKAGGWQTLPQAGPALTAVHAARALVTSLLSETGLESVPELFATV
CSLVMRMLEAGMNGLYSRADQVDLLALCVQALIGVESLSSSRAAFGRSMARLFHDPRVVARLCLSGTKTLDVLPAMDAIQ
HMLDDLLAREMATGLDRSGAKLRAALQCVVFSAARVASANRDALLAFIHGHVGQMVDHVAQCVDGAVDALVDGDEAAILE
QLKTKTEMVVDVLPMLTPLLGSADFVGPTFADGGVLKSLVGLRERVLKLEAAAESVAAAKGAEGSWMSTTEVTMEQVVET
AHPYSNDMDEYQSVCLPGATLLQLHFDSRCSSESSCDYLRLYAADRETPLLNERRFEGSEGSWPTTPVVVPGPLVYFRFV
SDSSHVQWGYRVKVVGKVNVPCINTPWLVELEESLCAALARGAGSLFVGAPVARAESSVATWLNSHLLRGGLETSMPRGV
AEARAQLRAVADGQVAVDAVVTEEAALVQMLSSLPGSARREAVEAWAQPDGNLLAGVETLVAAAKGSVSRGHAYMALKES
DELAELERTVFAVLVRHHGLEGLALRYIRSLPTGGEASARAGEESTLKRRKRPAALSVTVSSSGDAVPPELVAVWKRALG
VRRWATFESRDSPELVAMVTSKARFLLGLVPTAARQALPKFSLGDLAEAQGSLRDLFATWKTRRGREPGSAQTPKIPKHP
RLASNASDELEVELSSVPETDARTAASLSADISLFLKSDSVELDAVLDGMVARCARAEGRADALQLFHQLLVTTDVRGSG
PILFALGLALRARAPTEGRTLHHYLDHVEGAHVECAIRIATTFEAVLVETVRVWRESRDDQPALRKMVAELWNQQFRKAD
VKLVASSGMLEAAWERTKFARGAAATDGDACRLDEVYTALYRALAATALVQHNGESDSDEAEVVIGGGGGGGEGRAAGLP
LMTPHVSTLPLATRDAQVIQSATGELIFASMKQAMTNSNAEVMDGMLKVAASLGASPLVAETFASPSTVTLLLEWANAET
ISLTTRQGLVRLAARSLRFAPQSPAAARDSGEAFDAAVARRGVLDEVLARVSAHVVGKKPTSVPSTAAVTVSNSDTTRIV
LLHELVGFVQAALEAGAWRRLALEMVTSALATAPAAIDASSETPEEVEAVWRPVLAAVYMAGGLRPAVMVGAVVEVSGDE
AKRDGLVVGVDSATSLAWSDKRASTTAEVVHTISRDGGFEPSASSVALTSLEPMAELGHSLLSPDDAAGPLAALVVASED
VDDVSVAWFVREAKAAALVALGRMMAVCGSGSDSSCVESTLVEAVVALAGRHVPLSSLRHPYDIEGYRRLLAQHNTGPED
GMGVSLSGTKSATALMEEMPFAGVYFDWELDVLSDDESEDETGNGDSGGGDGTVDADDVELDLTEYWLECHARRASWRGK
VPVYRLDVGNEVAFAAISDRSQLVASEPLDPVSVDGDGQVTVEEFANAEALSGNLVFVAAGGDGWPSGALVQVLAQAAAT
GCIGAVVQLPGAPATVKNGALTVDQVMASERAVSGTEAATALDALAKSAMACAAVFGEHGDFVSRGLGVLIGKPDDAGAK
SSGESDGAGCEHHQLLRQFVADDVSSSDGAAAAVVLPGEVAAAALASQELADEASDGEFVSVDLDALTASMAVKDKSASG
WPKPSDVDVCAMETQLQEALCILSARRVLTEMLKSGTLSAEMYALLPPLVQAVSVTLRAGVKTELSTLAEPVVMAMVNEC
GAGVSGDGGAAVAGERPGRAARSVVLTGTTTEVVTLPVADSSAGGCRVVRFGPQTVIPPGLAISIVVDGVSSGTVDPQAM
VPVLVAGHTFTVSSVIMPGSEEKKKGKQLFARLDLQIAATESSSVEKVAQAGGSVELAAWLLRVLATTEGYSVTPEVVRE
AGRALQASRGGRRLRVTELVRDLVRQRGELDGVARAGLQWLVDGLRAKVRSDKPKRSGLVAQELQALFDVYLAVVSASNG
ADAPGAEAERSAGTSASASVSGSGQNKGKEEVEDDVGGRLSLLALEEDGGKMTPDVEPPSLAAQYTSHAIREGPLDDEPR
VYQTWMESRGDGTFHCTRSFGTVRGDVVVHSGAWQYEVTAESVSELMIGWATPEFFSETSHDGCGDNVHGWSWDPSYRQR
WHNGNYSTWPETSPTLSQGSVIGVMVDMEAGTTRYSVNGNEVGEPYNDVSATSLIAAVSLSSGGSVRVNFGTQPFVYPEP
GYLPLAVGAESSVMATAAVSKGDGQANPKAEAKAEMYVAGLEQTDAALRSVLASRDLPERVYTSALQQYRKRVARVGPRS
LAVSSKATRSVFSGAAKRGKATTVVGDRVVVAGTLAHDAASFETAPWMSVMGVSGTVYSIGSVEAPSQAFVYVVDEAVTQ
SEELAALAAQLIVPADSDAFGKLAAGDAAVRADERNVCEPVAMLKPSDGMSRMESVMRTFGGECMGEATAFAVRAHTSRL
LSMDEVNESDEARASMIVGRSVIVIVQGSDTGPSLEACHVAVSGFGLMEASAGLHPASGVTWNNSQWSSEQDRELLEYAE
AQARVLGRPLNAELWVGALGNAPPMRYPSLRGVSMDALRARFVVLAAINELAADFLPLVDLSRSDDAGSVAAMVCAGRGV
LMRMIKSPQMSAVLEATTGESKGSREIKINRLKATQAREAVESGALSASERAARCMVGQAAELVVTWPAAALRSRSDQLW
KIKFLNEGSVDAGGPYREMFSNWSAELMTAGLVDVLIPSPNMVHGLGETRDAWVVRPGATGVRDQVVMRFVGRLMGVAVR
TSETLDLALCSLVWKAVVGEARDISDLAMVDTMAAQALAYVERIDEEGVDASCFTDIIDEMFEATLSDGTRVEVLPGGSS
EPVTFERRHEWVRLVREARLAEADAAMTGLLFGLHEIVPAPALALLTWREAEQMVCGSPVVDLEVLRAATQYEKNIREDA
LVVTYLWRALGEFEQDDLKLYLKFVCGRTRLGATGTAGLSFKIDAHTSASDPNTAMVQSHSCFSTIDLPLMTDDSEAGYL
GFKQRLLFAIRNCASVDTDFVV*                                                         
>Ttra_AMSG_12005                                                                
MGTTVSKTLTTAVGTTAAEKRSSNATWEKRLAACRDDDLKWLSEDLLHRILESENILREHVPEAESSTSTSVDELEFERV
RAVSTSDGSDGAGLPNLVGLVASSGVTNIIDAQLARLVAHAATWSSAFQEVTQARYAIVLRVLTSVTNQSRRLELANDSD
GSGEGGEGSPEDAASKLNPLPDANRPQANLGMQIAIKVFLSVVANTDPSGAAPAVEQLLALVSGSKVLDLANEDDDFLDA
LVAWLVAVLDADAVPEALATGAATALLTLAAFTGFQGRMLDAMARLVAHPAASDVAPAYVDALTKISAFKTSLELGTLAN
SSPLAHLAFNADLASELKGKALSADARASVVSDGAYLYIHDARGLLKVGTGLQGSAPGHVYYADRKFYPDAHLWLSVIAG
SLYVRSAALSDNAVFEVYDTADLASPHRIVTPSDLLITTSDPQMATLASSAFVPEYDWKTAALAAKNTTCSSSTGGFGMH



FNCQSCNYARVCAACAAECHKGHNLVMDANESYSYCNCAARALDADPRPCRTRPLPHWGTLSAASPSWSDGRYLYILTLR
PKPDDLVAREERRLAKWRAKRAKIFAKADAKLAASRNAAAGTDAGASSSAAAAAAADSDTADLPADTDAADDIDDTASDG
SLDRFEIDGSRARPRRDITLARKAGNDLSADQQELELWESGTRYVIVVVDPLDSFHLVDVKRLDIERAGSNLPLESLGRF
SFYSNGSILVVQQVADFNPPKPPTGAFSNSLGGFGGGSSSQPNLTITSFDLSCKGVTLGAPDEVNKFSNALLTTANVPTD
AGLSASAYDYVNNMIWAYSSMHLRCVPYKNATPPPLFRFPAPPAEGHSHDFVHSSDDALAHPAFALPSDQQSSIRTGTAI
VRTLALLDQHAADHAQRLALTGSTALSAAALSAPFALHIAPATFVALLNLARALHSSILEAAPGPRSALIQPVYGLGATL
RLLAANLSRLLDVGRRCPASTPNNILVDLHGLLLAMLETTLSDPELHADAYVPIASAVWEDQQLFLLLAVLDPASVEDRE
LPVNLPTDNAHATGSALRAFAGAVIASDSTAVLNALLGRLALNSNASLLICPAGASSGAAIDRTIIINLVEQALASFDDS
LAAAIAAGPHASPAAAPQPAPAGRALLAFLKGLIQRVSSFTTQLADAAAKLKTAKEAAASDKSAKAKADSGAESGADAAA
SSETADDDAPPSLAERAAALEDAEYEKNVLVDACVGVVASVLDAGTTALHKLRTSLDSISLDAAEAVLAASLVGRVFPVL
TALLGTLSSTIGVQAPLMAPLVRVLREFSPVAAAFEANTAAEAEYNAGRAYRQSGGAVRVVESAHPYTANTDEDFSVRIP
GAHALEITFSSQSNLQYNDMLTLYLKRGHKSRFRRFESYGAFQETRVIVPGDAVYFHFKSQSQSYGDYGFKATVTPQLKA
EAPLELPWMLDTFKSLGYVAGKYAAMLVAAKPQMEVPPSLAHWRASPLLSGGLSSIMLRANPDAARGDARYDLAPLRAVL
EASTAQLPAIPPAFAETPQAETDVFTSFLGAFVAQGELPLGANATPDALPAKLNAWILNNSSVQVFLAREPRAAAYNRAT
RAIIAGILRHSGLVKEVHALATAVEAGADTFTATKPPQHLVMVWKIASKARRFLMGLARPQAELPSAMVAAAASSPADDA
APADGDAAADKAKADAAAKSNARVSFDSYVEAMAAVEDRMRFLLDAAPAATHLLYALSSRPETPKSTAAKSRWDALRTSV
TSRVGAVGTESDSVVAALKDLAKLSESVVEFAKTAQLAALPLSIFVDLLADARQCGKARVFGISAYTALLADGGEFGSVS
QDVLSHLSAALNTTAMPQSGAAHGKTYPHYLNSVEIAGTAIATQIGTAFSALLATLVAMLRNVNTPPATKLLILDALALE
YKRADYPMLVKAQVFPALGEVMKATRKYRGYTPPPDAARGASSLPAVLRRVNASAWAVFQLISLLVFAPNDRAAASGAAS
APAGGLGLGSKQLRSAAFDAVLAELSSSADEIEAAATTGSHDPELNSSVYDLLTLLFTWADTASHQLIHPRLQRLLARIM
AVGAPALQRMTLRLFRKVLARHSPDDVVENLFAADEHLLDSLLTTAGQSFVLAPAGPPAPGVADVAPAGDGVAADFGWRS
GFVHFVVGLEAMYALRTLLAARPWAAALVPRLLAALDADSETAPLAALAVLGGSLDVPRIGARIAVAIGAGIREFGTIVT
CAPESPTLTAVLDSDVEAGKLSKYSINDVELVPETELSQAALGFVDANVTVDAIARLALAPPASDATPAAALTQALALKA
LGRLLSDSRFLTAFLSQPSRLAALLDVMRTADGDPRFSSVESEERLLTSVLQAVQSADARVVGSATQDPSSDPPPTFQPR
YAFVPHSKFPQGIDMGAANADLVQISADGVVEYLGSGRGQTDIGLIKGDAVVPHAVDMYYFEVSILHEGADGRVSIGLVP
DGKTVPGTLGALYGSYALQGESGKKMSYKCKGYDGTGKEYANAASSGDVLGLLYDVQNGCIHFTISGNDFGVAFKQLKGR
FRPAVGIASPGARVLVNFGQLPFRYAADGRTMPTKNSLGTARTREDKAAILLAVGFEPWLVDAALSQSALFDEPSDALYC
WCAERFGRSREAVEAEAAAAAAAATAAAAAADSDGADGDVGDGVDADADGKATPPTAVKTASDVDTLSEYSDEDAEPAVN
EGDNRANNYLVKEVKPQLLMADVVPGMYLSVDPDYEVDGEDDDDKDSDGDAELVAADDAMLGQSGGSEPGKGKDEVGDTD
AGAGNALAQLPFESTRGQTGTVLAVDSASRGVLLAVYQVETGRMLLGWYPVRSLVYPSPLVDDPLTWVLAGEGAALAAGA
ARRLQGLYARSAVVAAMVAWEPQVSPLTMDAGVGSDENLLALLSATAYADLAAMPDQSSSDPGAYLYADAESSDAIALRE
ATAKLVKNCVAAMDGPSARKLWGWLVVQAHQLTADRLDLEIGAWLYLYLFDALKVFEAKLAGADNLAEGDEATGKGKADV
ETPADDADAGAADDAAELSEEDARKAATTLAEFAALDEAYTLPPVEKTLAQLGLDSVELEDKASRRSAEALRLLRLLVSR
RRAMRLLAQVDQIALARTRALMYRTLTLMFEADEVFGRLPRVSVLQKAIASLTQSFYNSSQMTLEQQAKSGMSATLADLL
RRVREKNDAVSRAEAWLANVKSMKERAKAGAKVEVDECVADQQVRDLARVLGVNELVSSRYASTGTSLHLLGELVDVMYE
RRKVPVKFALRAWPAAQLVERKVVSSSHPYEAGRVKDMVVIADASTVQVKFHPKCATMQSDVLQFSETAHFGPYGSTYSG
KFGQYASSGVAFSANGDRMYYQFNAAAGSQLHGQSCQVCSLGQMRGTRYSCISCRSCELCEECEANLEETQAHPTSHMFL
KIQRPTTNWYARESLPCPPIDTEAPRTHTGIACDGCGASPIEGDLYKCAQCGAYYLCSACEERATELDHDVDHVFIKIRM
ARTSPETYSFFRALPNMYEDGMTWGYEFVVSGILKQRALLNSLGTAMPDILAWLETDAQEWKPALDHELVRYAVAVAEKA
DTNVSMLPLDALEPDEEALQSCPGLRGVTLDVLRNRFSLLLMFNELVKGALASVDLSLVNAEWSTAHRLCQLKGLIFPEH
KEQIFNDMVSSRGSRSRQASVTVDRTAAAVTSDDQVVPLESTMFMQIYTGLASATNDMLRQSQQAWQVQFQGEGSIDAGG
PYRESITQMCAELTAGEPVGLFLPCANAKFAVGQNREKIVPNPGAATPAKLEQFEFVGKLMGIALRTKNPLALDLPSLVW
KRLVFTVPSRSDIDLIDQMCCQVLDSVINIEAEGVTADTFGDVITEMFTTVSADGRTVELVEGGADVPVTWDNRAEWADA
VLNYRLHEFDRQIAAIGRGLAALVPAHLFSLFTWQELELMVCGRAEIDIKFLKQNTVYQGCAATDAHIVMFWEVLESFSQ
EERRLFIRFVWGRSRLPTSSANWKQKFTITAFAGGHAGDDHLPNSHVCFNSIELPRYSTKDIMAAKIRYAMSTCMSIDLD
FVVR*                                                                           
>Ttra_AMSG_12010                                                                
MSESTAAKIDGKAIAKQVREELAGEVGEWLAGGEGRKAPHLVVVVVGDRPDSHAYVRMKMKACAEVGIRSTKIEMVGDAP
QEEVMAQVAALDADADVNSILVQLPLPDHVDEAAVLECISLEKDVDGFAPANLGALALRGYEPAAVACTPKGVMTLLERS
GVEIEGKNAVVLGRSNIVGVPMALLLMAANATVTICHSRTADIRDHVSRADIVVAAVGRPEMVKGEWLKPGAVIIDVGMN
KKDDPSRKSGYRWVGDVDYASASTVASAITPVPGGVGPMTVATLLCNAFAAAKRQHQAATETDNHANGAGDGDGDGEGGD
GGGPTAAGGDGGDDDAANDGNEGAENEAETGGDQLPDNYKRCAATTTDEMPPPSYVTFARVTPQLLAEPEFLIGEGVRLV
EHREGEPFQPRSLDELPPEAARVVANHLADTRKDVLADSSNQHFVKSLHSALNTLLDLPASHADHVLAARAELLRTLASA
IDIRKAPRKAQMPPGAAKEPHTPLPLAEPSASLLSPPKLTTDDSLDTLTVAQQSVLNMGLNVVLTLLKTTSATDPGLTAV
ILASLRDILTTLEPLALASLASSPMWANALTCIDAWLDFVLSSPTTTPENLQHTLQLKFGLALGQGSLERSLLAVHAILA
SPTLNASLATLNSSHVLDEFLTPLANATAASRLDFLKSDYILAIGSRPATRTSLTTAPWDAVLASRASAIACDGTYVYIH
DIHGLHKLGSGEHGTLYCKVYASNPSIGSGIGTRSQLVYAGGKLLFFPSDETRAALPEPLAATSRLTYFEVDTESLELGA
SVELPLEADSPRPGLMGCEDKLYAVAPTKLLASETVLDVTTSPAPKTVVVHELDATAAAPTLVRRIPLGRHTTGATYVGP
SVMERDSCFEDSSASSPWNVGIVLGCPIERDGRLSGWRFHCHRAGTLWLQIYRPTKDPDLYDLVYQSSCSAVVGINGIRF
LRNQYVDVKAGDCIGFASTEKHLILSYTPNHGPEHFIRTSSCNSPASLTHGGTYRFFGYATHVPSLTARILPPKSASLSA
PVKIVTPWTVPDNLCAETQMYTDGVVLIFNIPYYIGMPLNTCDPGLAVMYGMLLQPGDVSAPMGDPYMYATISRSGFSRE
HAVAYDPINSLLWRYNAATLSVYKHIALRATPTATGSGIPDITNRSNFVPAARERGLTSTQLLAANVAQLQAEPSTSLAT



HLAAEVLAHVAYASFMSSINENQAYISSTLDLIPSPPTAFAVDKPRAVRALLTALVAPGADGSPPASYALVHSALSLLAQ
HTGTLVALVEAPELSEDESDTTTPPPDPEADKDAIAALVAAVLPWTDPAGLPAQAPKLAEHMVASATAVVVASLAIFYPQ
LDDKLAALAALLTTPPGSLPAPGPSDARLVPALAGTVIFELVDAMALPDLAASSSETTQTAGQVITAAVGLLGADEPAMA
EAAEKLLWTAIKAVLLGMSKTESAEPLRQLLVLLVQLLTEATRELVADGAASLASPLPATVHLTRELVVGLSFLGKPFAH
IAPLLPSLEALYETLVAAKAPPAPVRDTVVAVSSMRYVASSHPIVISSETQEDVVPVKVPGAKALLIKFHRASTLDSEGR
FFVTNSRSEPTAGKDVVFEFEPNRFPRDGVVVTGDVVNFVYQRTIFATATWGWHATIYSIAEHEPSPLSWLEELTAAVAH
QIGTGLGRMVVSLPKTDQEQTAARWLDSNLMRAGSLRTLADMDSDSIAAALKSAALPPTLLDELPPSPAASMPMITQASL
SPSEQEYVDELAAYPAPEEHSPLLAATRKLVLEVLSNLAAEASQIAVSRRAAPEVYLADPLFYPLLALFLVHSVAVPRFL
AAVRARVEVSSVGATASADDDASVAGDKTKSKRKRPNLSVQIAAPGTPPPEAASSTGSVALPSDAVAIIATVKALCDTAF
FRKRELGIASAASHEAGGSGDEASSSADADTLTPDLIARIQFVLSMAPFTTTSAVEADEPETPAVPASPSAAAAGAAVGK
GSKWNKLRSSLRTISMWKRLRTPSATGPGPADGSATTLTAPTASAVLPSTLSTLEVNVRLFLFSGSADDLESLSSAVVLR
SVRGRIRLAALQYLGRLLSLSPMPPPASHELVLKAVADAFHSMPTPSSRAVPHVLDHINGSSASLSMAIVQAHQALLQTL
FSSLPPVSELSDLTSLTPLQRITFRLLSTGIRTADRAFILTSGVLDYLWQLAHNTPAANKATTTAAWMLFAFLMLQCVDD
ASSTRNEAGTGPQLGLSEPGSSGSSAGPSPAASTPVSETPRPEPGMADNFSRDPRAKLIRHMGVWIRKELAALEAGATAS
DTQLCAVVSLMYSLSRSPAMQALLFSSQLLALTVSLIQSEAVASATKQVAVHVLQALLPLARPETFVAAPVATLDDALEA
SSASSASVSAVLDTLYAETIKCALAERYGASAVAAAKGAAKGKEVEDEASDDVRSTPSLLHALAELFRSLLAGSPFSRHV
RKLLEASLASLASSPGMERVLELASEARDVESMCADAELTTVLTILAPLPEVVYPGAHVRILSREDASTKYGTVIDVEGT
GAERTAKVMFPSGEKTIELMDVLTVIKPVVTANHFPVPKALLSLFVSMTSGGRVVSLAGLWLRERILAVLCALLPTTESL
SRLSASGDSAQIAEVAKAARELAQRPSYLPAREVQTEWVMHAHELLPTLHANAEKVRGSVAHVKGQKSDVLDEATRLTSS
VGMAPSDISNLGMQFQMMDMDHDGFVTADDIRLYSSSPQEADSLIAGLTFENGQVDGLRFVVGLVNAAIREGMETNNSLS
SPAAMQAALQSVFGGVAASSLSLELEAPKALAGTSVASLHSAGLGKIDVGKRLSGQFVLGGVAVVVFDGHDTAPEAEALG
AIGESAASAGARAVVVAVADPASYSESGAVFDALDLKVPLAVVDLAAFRECINLLELGAAAAEASATIDESAVLAPLVTE
LSRSMEAASCGEAWAEFAMSSVQVSTTAADAASSAELGAESSVIADESGAAVLDDAEAEAGREVSAEAEARVEAEAEAPV
EVDPSTLSIEELVRFEGTHYVIKRNHLLNVVVERSMRDANSEEERAEMAEQLQGMTENERIDAFVDVHSDVDEDGRSALE
LMYKLWFMPGSQIQIAAAPDVESRMACVEALYAKASPSVRLAAMQRLALLRVNFDGPPEEVMSLLSRMMDEEPMSVYATF
MSLALEHVEDPNVMFATVLVPFILRAHTPESELDDETQSMIVRLAMERAATFQQLATDPEVPPVVAMVLATDARLAALDL
SYASWLAPGAIDMEPIVGFVQAHSSVQFLQGAAEVLASPPTWNGCQSGESNERGEGEAEADNGGAASEGAEHGGAGSVRR
TEAGSGGEAASSSNSGTDSVALVGDSCMELSGIGLDSAAIPPSVLEWNVPMRVRVSGPTPRRPEEAYLELYKVVFSANVW
GARELAIVLAAHEHAQFVLGTCVSSTAATALSDAGVAPMEIDECVVLGLAAIDSVQHRQVATRVLQEGGDVKAVMERAGS
YLGAYVELMRSALPPSVAQDAELVKRHGERVAVSSSGIRSASTGAGMAQFGSPLSVASPVFRVTLVDRGTEGAVGVGVAS
ADYNVKAYPGWERNSVAYHMDDGKLFAYTGPERKLTKFTPTRRVGSVVYCGLELDEQGEFSGTLRWVLPDGTEIKHAVGS
GWEHLYPTVAVTSGEAVVAEALEQWPSAEELAAERSARMPRYAAESMSFVGPNSRGIHAVELDGANGGFTLVSFAPEVNV
EGGALELFQMQGKDRSTASASQRLLLEVEGAGGAPSTASTDVTCGDFIDVVLPCAGFEYKLPVAKTRGAPQGFAFEALLC
ESSAMDSAHVTLPTGKGALWLAASAVACAEATGTTFADVASVGKAVAFARVLSQAARLAPGSLQRELYFVLGSVVTHVGG
LPVAGRHGSWLTELAAELEADGLSSGLGSMTPSAMLQRNLQAKAELALALKTLAAEAPTVAEYETVGASNVARVVVIDNQ
VACEPAGSVVRGDGLDVVFEVSCSEAWTVFGAEVEEGSRVVVVVASGSGRVTVHEATGLGEVASGEWPIECESASGCVAV
HETSVESLPRSVSSGWVAARVCGGRRALALQAFVGVERVEAALARLDTLLEQAPLRLLELVNQVVTLMRARVSREVTRTD
MGNSELVAKALTGLPGDAALELEDLLGSAGHAGLEALFEIVSAANDVLGSVVPVADLSRKRQLSGSAARVVETTRQLRGV
LFESTKSQLLSAALAASRETEEAGKVTINRGHSLKAREAIKLGKPVDPMKSVLGQLVPTLLSSAAALRTNGRAWVVSFVG
EGSQDGGGLYRESIAMMCEELAAGMFGLLVPSPNQVHGVGSGRENFVVAPKSKLSVSDMVVCTALGRLIGLAIRSDEKLD
LMLPSLFWKQLAGIEPDASDVDAIDTVVGTMISSTQQLAETVDSTEAFVSVFDERFETTLSDGRTVELVEGGSEVQLTPE
RVPEWTELVLQARLGESVLPTEMIRAGVAAVVPLSMLELFTWQQVRGLVCGASVIDLEVLKASTVYIQLSEAAPRVVHFW
RALEDFTQEELRMFLRFKLPQSLKIEAAKGGAGASDEKDRARQQDAALPTARTCFSLLFLPDFSSWEVAASRLRYAIRNC
VALDGDFVTRDDLEL*                                                                
>Ddis_XP_635863                                                                 
MSKSPPIPHKNSMSNESLEKEKERLRFIIEQYFLQITRGCSEKLLYHSKYCCHNPQFQKFADPNNAAVKALRIGKKYEEK
YLCSYLLVSEKERGITYHNMKTLVDLSRHYDNYSNIVEYIKTSFALPSTVNSSFKSTRTQDFDDETYFDGLDLDDINKIF
NLLLSLDNDRINDELQKASRQLSNNLRYNASSYSEKSQLKPFIFLLVNPYIHDLENRGILANVFIALESLSEKMRNIFYE
WFNHLSKEAFVQTLTNFEQFISVRILADDDIKLHADVPVKGACTAIQLMSKVNDSKKFVQYTDFYNDALNEALDLFLDYN
STKRCFTYASFPAVLNVITKGQYLQIEHALTQNSLRTQFGQMGITSAADFLIFKIRREHLIDDTLDKVQTLREENRKSEL
RKELKVHFMGEEGIDEGGVKREFFQLIVRKIFDPEYGMFKYNTTTNCFWFNPDSVDYTEFELIGIIIGLALYNNIILDVH
FPLVIFKKLLNLDLTMEDIESLDPEVYQSFIKIKTTEEDVSDWSLYFCATYESIYGQTKVHNLKQGGDDIQVTNENRNEY
LDLYKDYLLNKSISKQFAPFFKGFRMVCDSPILKILKPEELGNLVCGVEDLNFIELERGTNYEGGYTQDDTTIKNFWKVL
HGLSDEDKRRFLTFVTGGDRVPYGGLEKMSFTITKTADSDRLPSAHTCFNTLILPAYPEFEKLRDLLTKALTHYEGFGLK
>Ddis_XP_643080                                                                 
MSLFFKSIKSKIEETLNHTPQVNLFNNSNNGGNNSNNGGNNSTPTLTKTPSTTNFPYNDYKNYTYKYVYDNTDNYNFNNN
NNNNNNNNNNNNNNTKENNFKSIRESASIYKNNEEINNDDNNTIINKKKIEEEEDETNFDTSLIPKLGHEDKDELESDHY
ITIWGNGIRNYKNCNMSSIGFSEMYNQQKIVLISTGAIHSSFITDQGNLYTFGDGLLGKLGHGNLESYSSPKLVEFFQTK
PSLRVVSIANGGKHSLALTICGKVYSWGGNDSCQLGLGNGSSSSYYSLPQLINFNISYNNNNNNNNNNSTNNNNNNNNDG
AQQQFSLSQNSSSNNNKIKIVKLSCGTNRSAVITDKGLLFTFGRGDHGRLGLGEQSLLMQSTPKLVQSLQGHFIIDMSSG
GGHSLVLTNKGLVFSFGRNDQGQLGIGCFSNQQTIPKQIQWFQTSQQQQQQPINIIKVSAGGYHSIAISDNNDTYAWGRS
DYGVLGTSIDVQGDRNLPVLINSNSVVVDNVKFIDVSSGFQHNVAMSIDGSLYSWGCNAGQRLGFKSDENQLTPKKCFIN



SKDSKPLLFTCGEIITIIVEKRFKEPIIKTELQLPSSTQSQQQTELSLPSSVNSSSDSNFNKSIIDNSSTTTIIKQTNNN
IKSTTTTIITRPSSPTPSFLSLANEGKDLLNSTQSNFIEWMTLISKSKGLLNLIQMKATSSLPNLGLSIEKKNKDFDDIN
RQLKLLVNSNLSLSPLPDNIQSEIDRLVLSRNQLGLGLVSEYQTSIDYWLEIKQQKDLTFLNLSKLLNLSTITTTTTSNT
TTTTTATTTTTTTTTTNLINKKVLVHQDEKQQQREKSETELEEEQDEEEEDSEIKNGTLTAIEIQQQSFYLVERLNQGLG
NFCNNIMDSTTMVQPLTTATASSTTATATATTTTANTTNSSGIINKNFGESLRLSMEEIQLIVLETQKYAIKYHSLLSQQ
LQQCDDLINIHRGKLVEVQDFLNKSKLAQSLLEQREKLKSDYRFCKRNSIELSKKIEVIELDYDQNLCDDDDNNHENNSV
NNNSNNNNNNNNNNNNNNNNNNNNNNNIDNNINSNSINDSSNNNNNNNNIEKLKNELIKLKKDEQKLLSNQQEINELIIE
ILDKYVPEFKIKLRANDKISSRIKDTGLLVTDRKFQHYDIIKTLSTHPHNVYLANFNDQLVVLKEFGIGDAFGKQIFERQ
VSLLKQMNHKCIMPIQAVFYDRNAFMQMEYISGGNLLDWCRNNNNDNENNKRRQPWEIQKIFQQIIQAIAYMHSNCIIHR
DLKLENVLIRQDGTPVISDFDLSKDISANVNVTVFNINGGTELYKAPEMKEQNVKGSYSTDIWAFGVMLYKCIFQFVNNN
NNGNNGKNNNSDGNENDNNNNNNFLIIREPFLLPEENNLPLPANHSDQRLISLLSSIFQRNPKLRPTAHQIAVHPYFVTS
LVEDLLSSRTLIDCREKIAAFRAHISSLSEMAEEMSESLQLTVRREHLVLDFFQFFFKKIESNKLFCRLEVSFQGEKGLD
LGGLSSEMYSLLFSDNQIIDNSNNSNNSVSYSIPKNSLFSKKFNLFENSGTESPFYLLNSNDLFNNNNNNNEENNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNEENPLLILKNEFTIFKILGKIFLKSIIDGKPIPDCFPTSFFKYLLGVKVNLRDL
EIYDPQLAQSFKKVLVLDNIEEYLSTTFEGLIEGGESIPVTDLNKEEFIQRNIERVLVGCRQSKLEAFKSGFMSIDSLNA
HFALFSPTELQLLMCGNTLVDSSVLQKNFKFIGFPDTSSTPKDFRRAVDEMNQDEIRLFLRFVTGMVALPLSGFEKSISI
IQVPLSQKLPCAHTCSYQLDLPDYNDFDTTKKKLIKMLEYVDGFAFI                                 
>Ddis_XP_637470                                                                 
MGNSHIKGKEVIDLSPRTLALTSVDDKVWLGIPEENLFNDSFTIEKYYMLQSKPLSNFKDIDRLIMIEQIEETSFFSSYK
DRSNLPLQQQLQQQLQEQQQQQQGGIKSTTSTTTTTTTTTTTTTTTTPPSSSSTTANSGASNNSDNSNNNNNNKNNNNNA
AGQSANSTQPNNNNKDNNNTNSSSTNSINNNNTNTNNNGNNNNNNNNPNSLYNNSIADFIEEYKNRSSIPVYLIPEDSYK
THQKTLSFILEDLYSQSNVNTAYYQTLLQKRLCILKRIHLALKREIARKKLFDSIYHSKAKTRIKKVQIPPISIRIACRL
FITTLQEQVFEQKISLSTLKSFNSMIKELPLLSMAGEPQDCIDSLSKWLLSALSSNSPLIKREAMESLIGLSLSQGSLSS
ILYSLFLILTPSTITTTTTTTTATTTPTSSSSTTINRSNNTKNTSSGSSTPTSTIPTSNNNIIGLRMSSLIKQFEQWKVD
LPLSPLSRELLFSTWPIQWNDHISDDSLSFLSTHQSNSTNIIATITCDGEYIYIHDYCGLVKIGTGYFGTHQGRVYIRKA
DFYPKEKGWLAFIGSSLYYRSPSIDQSTLIVLNPLTLEEIGRINQDGTGSIETVNNLSLPFAPECQEQHHHHHNFHTFSS
FTNNNSNNNNNNNNNNNNINNNTRSPIFTDGRYLYLLSMQRNKQFVVDMYDPFDQFQHYKRIELRYSDNNDSNDNGNSSG
SGNFYNNNNNNNNNNNNNNSNNNYNERNGSYYYYQNNEEFTAVLNPKILEFGSFYTNGHYLMVVLPPPFGSDYNYDSKSY
ICRAFSLTDGSLIGNYCLENQPIGLASFYDYLNNVIWSYSSSESEIGKYGNEGFGPKHSFPSTIAQSPILPPPPPPIPTT
STTTTTTTTTATTTTTTNGANITPQPILLPQSSLITSMNVEQPQQQTNNNQQQQFNQEDNTSPTNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNYNNEQLIEPKEVVSTILSILSKLAVEYMPSISNDNAGHNQGGLVYQHIHKLTEPFSV
EVNFNTFSQLYDILEYYKNQLKLTSSVVVVVNSNSGSNSNNNNNNYNSGNLFKTIETLRCIIYCLRLLKVNLFRLCSNLR
VLERNPVFDSSRDNLLKCINQKFLLQIRTLLLNFVIDGIIDSNGTGNNNSNCIHFIETIREESCEVLTIGLDLFYPTSLD
KANFVFHLLDQVSKFRKLNDQSHQQQQHQQQQQQQQQQPNIPISNLKPIPKKNNNNNNNINNNNNNINNSNNNNNNNNNK
DQGYSILLNRVLILLSSHSNASFFALPPLINEFNETSTKKSNNNNNNNGNGNGNNSGFRINGNNSNSVTDSMNLFVPIIT
HLLAEAQATIPPQTIIPHISRQDSQTQHLGFSLYSSQSPPPTSSPAMRLLLSIQKDLIVRVENSTYIGNGEMDAPSQALV
SYSILLMDKCRELLNGVLDMDSQKNQSILLTDFKSSVVGALLPTLIHSLFLFSYKIWLAKELLPSLVLLIGVVDRVNRRL
PKILNRPDLINHHHHHINNHNLSYNNNNNNNSNSNNGGIPSLRQPLQKRSSFVEGPSRISESPHPYHPYTNSRQSVSIPG
AVFLSLVFDERSYTSTLDDVLQIFESIDSKEPLEQFSHTKWPKRRILIPGDTVVFQFITGSVSAINNTYSNYWGYRCNII
GHMPNSDKTSLPWSSHLEKTMCCLAGRFSSCLISGDYLTDLELENTLFLESPLFSGGIEEDYVLKNNNNNEENNNNNNNY
LIDNIDISNTISSKLIQRFCYSLAKRNGEILSSHLSDFMWKHTTGEKLKGKATIKSAQQAVIAALIKHLSLGDIALRFSL
EIIECKQQLKQKQKQKQQEHQEQQQQQQQQQQQQQQQQQDEGISINSSSGSVTNILKPPQSLIDLWKSVLHIRIAIIQKH
QESQLSNHPNDEITESQKRRSVDMRTHSEFRESIYKEIADKIIDNSMFLLELQSYDELSINNSIKQEISSVLFKFILSNS
LQIEDIKNIMITRRSRAYTRTLGLQAMRDILKCTSDHTMKPEALCFIGPALRNSGLVKRRCPPYHYLDFLHGCGIKLIKE
VKKNFKLLMEDVSCLLNDQNSDSTLKLYALDAFTLNFSPDDSEMLTQVDIFNKIHNLMTNESIWGGIWNNNSNNSNSGSG
DYTNHRNSVGGGGGSPSGSFLHSNSTSSLFESMESTPLYNVGGVSGSIYSNFVEEDKLEREKLKKNAKALFKFLGLICVD
ITSNNSENITTPTPTSTTTTTTTTTTTTTISSSKFESLRDSFFSLMVIQLESSLSFLKEQNRLYWGRGVNGVSSNSNSNG
ETQSGVSSPNTANNLKSRRIYRVEKSYVDLSDSLTLLYIISSFENVKQRLCSTTFMNIFHCILQVGDETQRKLILRIFRR
ILPSISPLKLLVPMDTSSTSISGNSSTTSIPTSKTIFSLLLEILGAVCFWGCSSDLNEISKHIDPRYFISSNNQHYNLYR
TSSYSGSKIDSSPQSFFSIFDKTTQFPMAWDILSPSSFIKFSDDSKVATFISSNNPRNNLNNNNNNNNNSGNNINSSNNN
GISSSSVTNSTSPTSNNNINSTTSQTNIPTNTISTSSASINNNSNNSNGGNNNEIQGLQFIKSDIMIPESAPFFYFEVKL
ESDTKELIVGLFPSSDIDQLTPSLKDWRFGLGYSSKDGNKICCRTNTISIQSKGYSQPFSRNDIIGCGFNHKDGKVFFTK
NGKYLGTAFKNVIGDFYPVVAMSSGGSVGVNFGQQPFQYDLTPIITYHLEYLSDRNVPTLTLSYVNEIVYLLRSLFKSSQ
QWKQHLQSYILDGLKLLPTTIQSNIFINNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNANSSSGVSSTKGVT
TPPSIPSPTINSQQQQQQQQPNKLLTNNIQSLFQIFSTISLLSGYMDGVWQGARVEVDIGSGCFENGTVIEYSVVNHLCR
VLLDCNVEKLLKTTHNRIALKPIQEIPIDFSLFSNPISIIQSISTFLKPPSPLVQNNNNSSNRVYTTPPSYSISTTLNNN
NNNNTNNSNGGIGGMTNNILNEIINSSSNLSSSSSSLSVNYSNSPSTTSASGLPTNSIKNNNINSSNNNNNNSSGYGQLA
NSVCITNSSSNIRNIYLFIKSRVMKIFNGLLKFSNCSKFSLEDGLIPILVEFALGRPIQFLNEPKIEKMERLSFLLKDRI
YEKTLKSFLNHTLGHQYNGSNSRSNSTITIPLQHHVKQQQQQQQQQQQQNSNINNDDFEDLTSEINFEDDNDEVIDDFDE
ILGSSYEEDEISLPPNLINNNRNDDDSPQTSGFSNQNTRGRPPLHSSHSNQSSSSSQQQQQHQQQHQQQQQQQYDEEIEE
ENLQGVIAEEDLPEDGIIGKKILWSEVKVGLHVMVSKREKLNLRRSNWVNEMDSCIGKVGIVKSIDKKHRQVLVTFLDDD
TLTLIDWWCCYEIFICPTTNPTTTSPTTSTTTTTTTTTTTTSTTSSGESLSSLKNPIQSIDKYSYSQLIHLDTSSEMALS



ILYSRQALISLLVSLPPSIKISYQSFGGAKNLIYILKLTLHTTLLNDSSNHILSNNINNITKILNISPKNQKDFVNLKSL
QSKLSILLKQEFDNNTNNNNSSNNSNGSGSGGNIIKNVGVGGGVGNNCVETTIDNKINSTSTSSSNTSATLTPASLASIS
NLTPTKNTNGIDNNNHQNIQQRIYNKTPPNKHNHNYASPLPPTPTSPSLSSSLSNHNNNSNNNNNSNPITPTKWKSYKPD
HHSLNQTTILGSSLNSHNITIGGNSSSSNSNNNNNGGIINSNLNTTNSIISNNSHIQQQQALSQSMFLLSEPLKIGHLMK
QQKIIKLWKRIYVVLSSDCLFFYKPIATNQTGSLNYHQIGNYGINNQYNSFSFGNGNNNNNNLNNNLNNSIINPIGTVDL
RDIVSVTQVSLTKQTKISFSSMSSGSKKPDYCFQITLTSNKTHLFQATSQEELLEWIQIINSACISSASFRSKTPSIQSS
ISLIEVLTKECCQQLKDTAGEYLQLQHHEESPHPYPSNYRLKKIIRIEGAQSLLITFDSKSYSEPGYAILKFFYDPSCTQ
HIASYSGKFSSFPPTIINNACQFWMVFIADSNRSEWGYKFTVTPIRMKTSDVCLLPQPNFEFACFLVDWVLQLDISLFLK
NYPSFFTNDLFDSLLLHLSVNKPLDRRLKAINFLTRLLQKLIENPSLHLLSLSIQKEISQKIEFLKDEMFKIYKIEKGTN
THPNNSPIHSQFLQKLIELCIQTHIILSNANLQLHLQQQQEIQQQLEIQKQKEKEKENQQLEQEQQQQQQQPIIDGNLPT
TNLNNDDSIITTITTTTTTTTTTTTTINDNLSSNGSSVININNVNVGINNNYNYSVFNIREEHKIWFSKMVKISKILDNL
FKGKGFSKEFIKEAFIETLPVQVVDSPHPYPPSARVTSNIVIPDSISLKIEFDPKSRTQTYIDYLMFSKSTPGGDDIGFY
TGDFPLTPIIIPGDRFIWSFYSDSQETEWGFRFTITPQFSEEVQVENGKKFDKEIITLLSKSSTSTSCWNHAMDLELVKF
INACCEKQKRNPNQLSFEQCLIQEYLTLFPLLLEFSSTQSGNHILFLRFTILKHFNSSIQQFINYIDLKGASDDWSTAYK
LCSLRGLLFNDIKLEILNNFLTQTRSQGRRPIINLNRHGSLLFSNNNNNNNNNNNNNNNNNNNNNNNNSNNSNNNNNNNN
NNQTISNNNLRTQSQSNRNSIRITNNINNSTNVVTTPSTASSRNSGTSSPTSSRNSRNQPLPAPPTPPLPSQQQQQQQQQ
QQQINQQQQQQQTNQQQLITTNLSSTNHISNFKNENLFLQSYRQLCLLDPLRLRHNDRAWEVKLEREGARDAGGPYRDCM
TQIVTDLQSRDMNLFLPCQNAQGDVAFNRDKLVPNSSANSPLALQLFEYIGKLIGIAIRTKNCIELSLPSIVWKSLVCAK
VDRQDLKTIDKYITNFLELLEGTSNEESKLTNEVFSDYIDQNFTAHSIDGSLIELIPDGKSIQVHWDNRLEYATLLEQYK
LGEFKLQIDAMVKGVSSIIPLHILNIFTWQEIEQRVCGIPGLDIKLLKKHTRYCGLIHSEPRVTWFWRILESFSSEEQTL
FLRFVWGRSRLPSPSEFTSNVQFQIYPFIKNESRLYDDDFEDQRNNSNEDHYQIQDEYLPEAQTCFFTLSIPNYSSLDVM
KEKLLYAITSCREIDADFVQPE                                                          
>Ddis_XP_002649137                                                              
MKGKLSKVYKIITEEKNFIETLVHCPEEQLKNILLKFKEWPFGKTDDFNHWVDVLERFDSIIGKIVTKYHPTPSSSGKST
NPISSAASSSTSSSSSSASSSNTTLSTSSSSNTSPPCILNVDNNPDFPNDKEFIILIIKFTRSLLRNCINSNLFNSSDEL
NSLFTFPDYDILIELFKFFNVLFSKKKFVKDNSSFIQTIIPKLSIISSGFNEDHLHPLSLCKEDTKIPESLNSFNFEFYK
SKSKTTVNTKSTTTTTTTTTTPSSTSPPTSNININSKSIFFEKITVSTIEESGKVIIRLFDIDKINATPYEIASKLIQDY
GIPEEDQYFVHFRIGLLKGLPNYEYRKKYMQLRLVATNTLYHQSLINFASNSTNYNFGGTQDTEYLGELMELLKNYTIVP
EPILVASIYTMAALASTTPTSSLTLLLQRSFSSGFFSSVIRKCVAVITGTSQDPLITESFINAMFYFVFKLSNKALLHEN
IVFQSLLPLIKNHTTNIYHLRFQINALQIIQSLFLVKLNNIELFSEQGYLQDLIASISEEVDFIINYKKPEETKDDLVVE
NTYFSKKSSSSTNISDESKKKKPLVHSGSSSNILNKKEDKDLLQLTTNTNTITTSTTEQQLIDSTTKKEYKFDENILNDE
FYLKLLYHKSTLLLGLMNCLLPISGTAVIPRALLNQIVDSPIHQVLKSIFSHYESFIPAIIADCFIIPTNLIQNEPTCFT
AINNTGLIDMIFDFILNKEIPHEILYIIPETLNAFCLNSAFKTKVSESGLIRKFLKTLVNPKNVNSLNIRTLNSIGNGLD
ELVRHHPELKIPTIKEIISLLDDVIAMTPPKEPKSSPSSSTAALEKSTHNQMFLLINKFITLFFSNGEHDKIFIQEGGLE
KLLDIYTSSQFICKDLMIFKSLSIDNTPTVLRSIIKVLNNHFTTLDVLCEWRTSRIIRDWVPEELACRDDIQSTIDVIKS
LVLILTSLVRENPPDIPLPVLDEWSKEDGLSVYSSLCALQKAFYWEFSCGENSVFCLPNPLNKPSSSSSSSTTTTTTTNE
SPTNKHISSSSSSSSSSTTSSTNNNNETSNNENTTTTTTTTTTTTTTATTTTTVTQPPLDLNLFLNSSLLTNLEDLSRYF
FETINSLNKRDGLNYETKTELLTKNISKNLVGWIQWKPEESDPCAKTQYYVYISKVLTNNSTLLFPQLINGLYDVGYFDT
FFGILSDLTDRYIECIPNGNLDAFKYSQPLTQCGSLLRQAIFQLTSSKSMNGGTLPSLKSISEKIIPNLVFNLQNYWNHP
QLSDLPYAKNLLDCVHDVFLKYDGVAQQQTQQQQDPSKKSSIQSPPSRPTFVPNENSINTLMDMGFIREHIETAMQSLQS
NNVDNITDWMLSNPYIPEDEEKKAKEKAEKAEKAEKERLEKEKAEKEKQNSITSLLNGLRPTLFDRTLSILLNVKGHSSN
ELDSIFKMFHFIIKDGNISETKEIIANRLIQEVQTHLVEEKLKFFSFKTKSLFFIIQKLNESPEISGLFVEKGLLALVIK
VISNLLKDHLVRNDDSIQISVTPLDSSTTTTTTTTTSTNDDKISTSTTPSKRPKSPTTTSESILIYLNGLLSITYDLSKK
QLIKPTNNFDFEAEEKKLQKQQEEEQDRCSPTDTTLIDICLGLLKPSPSIIDGSLLKLISELTKNYAIANYFMKNQGMLL
LQAKNTKSSMLKENTIYVINIFKQLLDDNKTVYNTMQSNIRHTINNKGVSKGIPTKTLLGLLSKDVSKNPITFLKACSEI
CRIHTNSNSVYLSAQANEIFEKNVSSCELKDFPHFQQLSNFLIKSLLIKDETPISTTSSISTTTNTNTNTNTNTNTNTNT
NTNTNTNTNTNTNTTNNTPTPAQLSKELRKSSSLKSITSVAAALAADQQLQDKTSNILSKANILRLLEELLIQYPLFQQT
ILNYQGVNLVQYVFEHFLPCTSLTAEEKASGELFNATHQAASRFLVSLCSTEDGREKVFSAIAEHLKLSIAEYSSQNVAN
KKIPYNKMVSISNLVSLLLNFPPHSLSSEFNQLMINNDMINILLELLNLVDVGSSRASQMINSLLQTIGHLTKFSSLPKP
TTEEDSTRTNMFQLPYQAYDGFFRATRDFQTNATSFNGGGPPGTIEFDSEFENDMHHSNSIGVGSRRLDFSSDSEDEVIE
MDEDDEDDDEDDDDEDDSDGEDGEDIEMVIENGMDGQIDDAIINDEQDSDDEEEEVENTNDSDGSSSSSEDDQNDVDDDD
DDDDDDDDDDEEDDDSNNEDNLQRGRQFAQIDHINHIQHQNHHHHPQQQQHHQQQQHHLINHFRGAHQNFNPMMEQAFLG
GDRRLAMPQGGSDANLRNWIGENVERNLSNILVALGQNEGRIEDLIRSDPGQLTRNLERFEQMIMNFDLRSNARLRLGRD
GNLYSFDFNRLKNDTDESVAYAQSFELILIKILTTITKEEEAAQKAKEKAEKEKLKEELRAKEKAEKEKLKELKRQQKEK
EEKERAEKVEITTTETKIDSITDSIAATTTTSPTTNDVSTTSTPTTPKTVTNSPTITAAVNDPLPIEPLTIEPLVTSPPI
QQSSTEVNTPLPTTTSNESTNKSTNESTTTTTSNESTSESTNESTTTTNNNENAPLEESGTSTSSITETTNLPPTTTTTT
TPPPATTTTTTSPTVESEASSSTTTSSTTTSSTTTTTTSTNPPTTQAPPAPINVDLGIDPTFLAALPAELRAEVLSTQLT
SIHQSNTGDGPITINPEFLSALPLEIQNEVLEQERIISERRASQAARNVARVSVNPTDLVQDMDNASFLATLPPDLREEV
LMSQPEAFLQTLPPELHAEAVRLRETHPPRFEFRSSIPDSFNRIPSPRRILKEVAKPKKVNQAGSLVKKENLLALIKILH
FDQSINRQQLNSILVQICTFSDNREELLCYILQILTGYQSIVSQQPQRKTAESDKFSPITDPCHPLMRFRMFRSFEVTNH
PPLLVVKRLLDILQSLTTGNSLTVNWMLTPQPIVPSTQSQNSHGKEKDDGSGSTSPSLEKACPLWKLCDALNDKNIFSKS
LLLERLISILLLIVDSTSTEKPKIPLIPSQQVESLINTLLAGNPKIGSLLVTIAVSCDENRQIILDQLNTNAKRLTKDVI



NNLESMKQIFNDTDVSPQNYLPSSTKENNFLRVLQTIQSILNPKKPDPIIEQQQQQQQQQQQQQQQQQQQQQQQQSPSST
AANSITSPAASTTTPITESATTETTPSTTTPSTSNTTPTTTTTTTTTNTKKEQPSMTLGEYFSNNHELDILWGSIKSFLT
LFSLEKEEKEPITKLKLTSKKKAGSNPMNSLLLPLVEIYFLVNSPTSEMLSSTMIPSSPSLAGLKLSSSVGNGLSASTSN
GNLAGTPPIMDYNTSRFFEFVEQNKHLINDLVRQDNSLLSESLAVLIKTPRFLDFDNKRTYFRNYFQSKKERSSTIRLKV
RRNHIFEDSYNQLRMRPAEELKGKLNIQFSGEEGLDAGGLLREWYLVLSREMFNPGYALFKQSASDNVTFQPNPESYINP
DHLSYFKFIGRIIGKALYDGLMLDAFFTRSFYKHMLGLTINVSDMEAIDPTYHKNLLWILDNDITNVMELTFSTEIDIFD
SMKVIELKPNGANIPVTEDNKLEYVRLVASVRMTNSIKDQINSFLEGFHELIPKSLIGIFNEMELELLISGLPEIDIDDL
RANTEYSGYSSDSQQILWFWNTVSNFSNEEKASLLQFVTGTSKVPLEGFKALGGMGGPQKFQIHRIRGNAHRLPTAHTCF
NQLDIPEYESQEQLKKLLKIAIGEASEGFGFV                                                
>Ddis_XP_638793                                                                 
MFNLNIFGISNLINNSNNNKNKNNNNINNNNNNNNNNNNNNNNNNNNSNNNNSNNNNNNSTNTNSSIININSNSNSNNSQ
MELINNNSLINSSESFLVSKKKENMKSLSNDRIGSGLYSIVSGNGIVGNIGDVGEDFCFQVSSYHKNGVRKKQGGDIISV
NIQGCDYQNIEEQIKSRVIDRMNGCHLVYYNVSKSGNYLISVFVNQVPVVGSPFKVFVSPIPYSICIKQKLSSPSSSSSS
SSSSSFSSSSSSSSSSSSSSSSTLNNQIIAGNLITCEISPTRVSSHIINDKIDLTIFIKENGVLKKTNVEINSEILNSIN
SSGSGGGGGDPSSSLSSNSNNRMISDFESMMISKFRLTKSGEYVLEGSTTGVLVFSKIITVIPGPVSSKYSQLIWDGKEL
ISENKLFILKDNQNNDQSNSSPDFKFIIETKDKFGNNNQNSNSINDFKFYLKKSLSPILLNNNNNNNNNNNNNNNNSNIN
NINNKNNNNNNNNEENEKEKEKQKLELSSDENNNNNKNKNKNKNNTNNCEDYEKDLIEILPNSIYYNNQGNISFTFNGDQ
QNQVGWYCICVKINDEPISNSPFILAMIKEKDFQSLSNYYTNGKASFNCQVEKNGKLTNISLYLTQNKIEIIENYYFMNI
KLYEFIINPTVQILLVNGGELVIQDNNSKVYLKGISMDQSFLILLTSFYFFGYTTQSEPKFDSKVKWLKGKLCKIQKKMI
TLKLNISSRSQILMESIQVLKQIDPNDLVLSRLFVKFNDEEGIDIGGISKEWFSNFSEELANTPLNGYHLFQEYSNSNKY
HPSPFSNLIPDYRSIFKTLGRITGKSIIDSITKADRHFSLRFTPIFYKMILGEKITLDDLELIDPELYNNKVKLILNTPM
NQVNEILGEPLCFVCDIYNQNELLKRSLNNNNNNDEDNNKIENNNNNNNSEFKIQIMKTINLKPFGNLIRVTDDNKLEYL
ELWVNSLFYNGVKTQIEEYREGLFQMIPHSILSIFNWKELEMLICGRERINLDDLKQHSSFTGYFNQTLIDEFWLIVNGF
NEDEKKSLIKFVTGSSSVPLGGFYQLCPHFTINLTPPIQNGVNRLPISHTCFNRLDIPINCLSFKNLKLAITEGDGFSLV
>Ddis_XP_637315                                                                 
MSSHQKPSEEINSGQTPPTPSTPPTPPPPTTTTSPPPPPTTTTATTTNNENTSTTSPNNESFENTRQSLQGLMRNLSGAL
LDELQSPLRGGSPAAVGLLNTLIEGRNRAKLLLQGLKSEDETKQMESLLELCDLLSIATEETIAGFPSDSFAPALVNLLN
MDHNPDIMLLAGRALCNMIEALPSSVASVINHGAVTILCSKLLSIEYIDLAEQCLQTLEKISQEQPTVVLRAGGLMATLS
YIDFFSTGVQRMAITTASNICRQVPQDCFELVRDSIPILTNLLQYSDQKVVELSCLCFSRLIDSFYDSPNKLEVITSKGL
MPHLVRIISGMYSSTTSLSPNTYTQIIRIMAAVCHGCPNITLSLLNEGIISIIQQIMYPSNEANPTANRSNQQCFEVLSL
INEILPPLPSDFSLLFQQSRNLLTSFGSGRSSSSSSSSRRRELEATIAAGAGTTTTTTTTTTTTTSEPTEDPRITIFKED
PELLKSLGQGLFTVLVEMFTSNVNPAVRYKSLGSIIKILYYSPSETVKELLREFAFSSFLASLLGSRDMAIVASALKIVE
LMMERLPDIFDRFFKREGVVYEVDRLSKLEPQPLELDNNNININNDNNINNNNDNNNNNNNNNNNNNNNNNNNISSINNT
TNSTNTSSNSTPTKSTTSNPISIPNSTPIRNSIPPPLASSPFGTNASFFVGSPLNIPNTPTNSNIPTGQSPPNATTTTTP
SPSTPFQGSGTITTPAPTSSTTPSTTTRTSLYPSTPEDFKQYVCKEAKKLKDKYFPKLTTMVGATNENFATKELSILKSL
SQKLNKCEQEEGIEILEEIKGLLEDTEGISAFEFLQSDLVGSIFHYLTRGDIKKHAECFAKVFLVTYQKSIVNFNPLKNS
SPNPLLLSLLIEKLHDALNKVERFNISISDVSGTSSGLKYLTQPFKLKLQKEGTNENIKDYSSNIVLIEPLANITAIEEF
LISKVIVTPNLTSTTVPTSTTSLSSSSSPPSSSKTGEETKDKEKEKEKEKDTPMLEDEDEDYHDDYDEDDELLNNDANEP
EADTVHDVKIDLSTSGQMDKSSPPPNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNSINTSTTLTTSTSTPT
PTTNSTPSTTTTTTTTNNPPITTPPQVPTSIAPVQPKLGIFVDGQRLPSTITIFQAVQKIARAQQQQQQQQQQQQQQQQQ
QQQQQQQQQQNNNNNNNNTITDEGSLNVPTNRLWDGTHTLKYRYLTAEEMEAPNVQSGSNIYSKPPIKELGTSKLINFLR
DDNAFTLTTNDTTTYEIIALLRCLYMFSLDPLPSTTTGLNPKSVLSSSSPFTSERSLVNLGEFVSQKLTAKIMRQLQDPL
ALCGGVFPDWCKQLLGSCSFLFPFDCKRLFFYSTSFGIARALSTLQQRQDLIRQTTSTNGSDRGGDFRVGRIQRQKVRIY
RNKVLESAIKVMDLYGKSKSILEVEYFGEAGTGLGPTLEFFTLVSKELQRKDLNLWYTDNNDQIPDEDDDKMKIDSTIST
TSTIPPISPIISTTTISSTTTTTTTTTPPPPTSLSSNTTTTITTPIIEQLTIIHQYIYSSGGLFPKPINPNITIEKKTLE
YFKFLGMFIAKAFFDQRLIDLPLSKPMYKYMIDQELNFDDLRQLAPTYASSLNRLYSLVTSIKQIQARSDLDGAAKKEEV
GKLRVDGAVIEDLCLDFTLPGFAGWELKPNGEQINVTLDNIEEYLNLIVKNFLYDGVIRQITSFKEGFNQTFPISSLKPF
TISEVESLLCGSLTGSESDWTLDSLMDSTKADHGYTLQSKSVQNIFQIMSEFTPQERKQFLLFISGSPHLPLQGFKGLIP
RLTIVKKHHSPPLTPDDYLLSVMSCTNYIKLPDYSTREVMKEKLLYAMNEGQSSFHLS                      
>Ppal_EFA86812_1                                                                
MDRQKKRKSSSSGIEENNKSSSSTTSESTSKSKNNNNNSNTPTTTTTTTTSTSPSPSSSTSAVPGTPTSPFVSIIRTRSQ
IAAANASAKLSSSSLDTDNNNNNNNNNNSSESTTTTTTTTTSSSSSSSPSSSSKKQSKTPSKSKKTTTTTTSTTTPSKSP
ALSKRKKASPTTTAEASKEKINHQPLKKRMTSKKQSASKEMEDNIDSSMMDDKDESMATTSTTTTTLSSSQEDTNNNNNN
NNNNNNLTSPPTSLQGLMRGITGALMDELANSQGFRGGSREGLINTLIEGRSRLKQILSGLKSDDESSQMESLIELCELL
SIATEDTMAGFPSDSFAPALPTAVLRAGGLMAVLSYLDFFSTGVQRMALSTAANICRQIPQDCFEMIKDSIPILSNLLTY
SDAKDSFYDSETKLQTITSDGLITHLVRILSGMNTSTITLSATTYTQIIRILSNICHGCPSLTRVVLQESIANIIQSILC
PSDSDASSMSRSNQQSYEILSLINELLPPLPAEFSALASTGQRSLRKKRESAGEKEDARIEIYREQPELLNNLGKGLFIV
LVEMFTSTVNPAVRYKCLGSICKILYFSTPEMLTELLKHFAFSSFLAGLLGSRDMTIVSNALKISEMMLEKLPSIFERYF
KREGVIYEIDRLSKLEPILNTESQQSSAGITGQSSSPSKSHASSSSSSSIPISIPTTPQRGIPPPLASSPFGANSFFVGS
PMQFPPNTPSSSVPSQSPLTATTTTTTTSVTSGGSTSSPPDDMKSFVCKEARKFKEKYLSSKDFTNVDSLSTDELKSLKN
LSDRLYRCYNEAGIEVLQEISACLTTKEGVSAFEFLHSGLVSSILSYLTRGDVKNHVECFCRVFLVPYKNENRTISSSPI
KPSSSHTILLSLLVQKLHDALTKVERFAININEVGGTSSGLKYLAQPFKLKLVKEGSDDSLKDYSLNVVLIEPLATITAI



EEFLTSRVIQKQQADATPTTPTKTDSSSPKSSTPIHSSTSIKEKSEDEDDDEDYHDDYEDDELLQNNEDVNEGETEPVHD
VKVSDASLSSSGTIPVPTSNTSTTTTTTTTTSSSSSSSNAAPLASSSSASSSSHVQPNSPMSTTPPQTPLTASSSSVQPG
SSGPAPKLAIFVDGQRLLPSFTIFQAVQKIAKSSSSLLVANNNNNNNNNNNNSSYGIDQSNEGSIPTNRLWEGTHTLKYR
YLTPSEIEQPNSQQLAATTTKPSIKNLGESSVVSFLEEGHTFPLSSNDTTYEIISLLRILYTLNFSHTLQSTYAFDKNYI
SQTEFVSQKLTAKVMRQLQDPLALCGGALPDWCKQLLTYCPFLFPFECKRLFFYSTSFGIARALSTLQQRQDLIRQTHDS
RSGQQGEVRVGRIQRQKVRIYRNRILDSAVKVMELYGKTKSILEVEYFGEVGTGLGPTLEFFTLVSREVQRKDLNLWYCD
SESLVANADSTSPYVYNAGGLFPKPLIPGTVPKKILDYFKFLGTFVAKAFFDQRLVDLPLSKPFYKYMTNKDLSFEDLKI
IAPSLYNSLASLYKVVLKMKDINNNTQLSTQEKQTEISKLRIDGATIEDLCLDFVLPGYPNWELKENGTNINVTLNNLEE
YLNLVVMNFLYSGVIQQIDAFKEGFNQIFPLTSLGPFSIQEVESLLCGSLTGSDNDWTVDSLMESTKCDHGYTNSSIAVQ
NFFKILSNFTPDERKQFLLFITGSPHLPIQGFKGLNPRLTIVKKHNNPPASADDSLLSVMSCTNYIKLPDYTTKEIMKTK
LIYAMKEGQSSFHLS                                                                 
>Ppal_EFA84907_1                                                                
MSQELIRSYIEQYFTQLTRGCRENLKNHSLYCCHNPLCTKIADPNIAAVKAIEYAKSFKEKFLCANLKNEENLVYNKDLE
SLLDYFKRCQQTKAYPTIIKFIKDYFSVPSRVDEIMVSKLLTLESLDIGDKKKTTTTTTTTTTTTTTTTLNSNSIINKKS
SDAIITQDKDNFYHFRGMNLLEARETFNYLLSLDRDDITNAIVEASTGLSNALKFNPSTLNSANALKPIVFLLQVNVPML
NVLEDWLINFSKDSFIQTLTNFEQFISVRLMTVDDVKIAYDKPIIGACAFLELLKFYNDLINNNLDIIVDFSNFSKRTGF
TFTTYPFILNIDIKSTYLQIEYTLQQKKQKSEYLVFQVRRDNIIDDALNNIQNHKHPEEMKKELKIQFKGEDGIDQGGVQ
KEFFQIVVRKIFDPEFGMFKYNESLRTWWFNTNSLDKLEFELIGIILGLALYNNIILDVHFPLVVYKKLLGFSVDIDDIE
SVDPELYSSLIKLRDTDEDVSLWMTTFSVSIDHFGETRIIELKPGGDDIIVDNNNRHEYLQQYTHYLLESSISKQWTEFY
KGFKLVCDSPLLKLLRPEELEDLICGVEDLDFTELEKVTNYEGGYTKDDQTIIYFWQAIHNLSNDMKKKFLSFTTGSDRV
PYGGLAKIHFSIHKQIDSDRLPSAHTCFNALILPCYPTKEKLEDRLMKALNNAEGFGLK                     
>Ppal_EFA84030_1                                                                
MQASNPTTTTTTTKQKKQSTSKTYKVESILKNFVELLISAPEDKLIEYLSNLQEWPFDHHYTPQSSTSTSAATTTTTTAS
TSTNSSYIPLLTASPQHTEEEFKHDKQLILQLVKCTRFIISSCSNGNHYQSSEELLQLFSFHDYDISNEILKLLSILLIT
PKYTRECVFFIHNNLGPRLKILAAGFPENHMDLLTCCSEELVIPSSITNFTLEFYEKHQQPQLQQQQPPQQQTEQQQPQT
PQQSQQQQQQQNVQVNESDRKSFVRFTDIDKRTAAKESLFDIVQSQISKYAMSEDDQFHTYSRVHTAQIFGDVEQRRKWV
QCRLMAINCIQYTTEQQLAQIVVDEPDFVNELMDLIRKYTTVPQDVLIAGIYALSSLSSSYLSSGSTNSLHSALSQGFFQ
SILRKCVAILTGKIAPEPPFTIYFMKAIFHFLFGISSVNKSILHTSGIFVSLLPLLQMHTSTVSSINFQLATYRIIQVMM
FYKTSNIEIFGEVEHLQQFVQTLESEVNYIMENPLAPEKEEELLVEFPLKTKRTKKPPFKLATQKIGAHLTYDESKVDTS
LFQLNNPHLTGKRKMNLIFEMLHTLLPIVSSNGVPRTILNHIIDSSTGILKRIIVNHNGLIEALFDYITQNEFPPEMVLL
IVSALNSFCLNQQFKQTLLDSKFLERYMLIFAKPKYASAISNRVLSNIATSISDLIRHYTELKAPVVESMVSLIDLVLAL
DFESQSEKSNNTAVVNTVTRLLSIFFSTGENEKLFIQKNGLDKLLQLYTNPSCFPKNLSIFKALSVNNTSLVLKSIIKNL
SAQFSELDTLAPAWRTVRIIRDWDETDVKNKDQIHRSIKTIGGIVVILVSLIKENPDDIPISVMDEWATDQGIAVSQSMS
CLQRSLYWEAYLGRHSLLSTPKKSGATAATSVNESPKLSSTEDSLSSSSSSISEQNQPAATTTTTTTSSSDQSSSSSSGV
ANKDYEFTFRDQIHDLEFLLNYFIESLNPHGKRDILNDTKSELLLKTIASNLTNWIKWKPDVGSLYKLDFMDVFSQILHS
LVEEFNQNPQTENVNLRCAIFSIVNTLTAKNQSKSISEKVMPVILQEVIFCWNQPTISLLPFKREILESLYLILNKHDDQ
QQPERPKVSKPPPPAFVPSEDNINLLMDMGFIREHIVKGMKALQSNNVESVTDWMLNNPYVEEEEPAKSAVATPQQPVAA
ATLPPPPKEKVTIDAMVQEIRPTLVDKALSLLNDQYETSLIESIYHLFLLIVKDTKTPECKDHIVDRLMKDMELSFSDYS
SNSKYTIGILYLLQKLNDVPEIHKLYSDKGLLMILVGFLSDLQHKKSVFVLPVTSGEESTTTTTTTTTSDKSSIATTMTY
LNNLLMLVQDLIRPEYVKPPNFDFEEEEKKEESIDPEYYLLLETCIELLKLPNTAPLDVVLLKILKQLTSKHGLAIQFLN
EGGLDVLLPKTCSGLLMKDVTQMYHTIVRQIIEDKDTLLASYYNVIKHLLIANKVPKGVSAKAFLTTLSKFVAHNPVVFL
RASVDTCRLNQSSGIYFAKTNAVPTSVPEDTSHIVKVAHVLINALLAPQPESTASEPIVSPTISAKRHAKSKFTTPPTGG
PVAIAPHPDIEEKPYPILSKIGLLKLMEESNIAFPVFLEVLLDYSEQDLLLFVMKNFIANSNGSTPNESAVANHLAGYRF
ILSFCGSARGRTKVVELIAKCLTEAKSDYQSSHSKADQLRISHIVNLVGIMLNLPLHCYTNEMYRMLVENDMINILLEVL
NAIDFSSNKASQMVVSMLQTVGQLTKYASNPPEKEKDDSRLNIFESPTGNFDNFFRNSRDAIFTPISRSPEEELQMLVGN
ALQNFNRMRFVNSNEADLDNSDDDDSDDIDIDTQDDEDDDEDADMMDEDDDDLDDSDEVIDDDEIMEMEDALPGLIENIQ
QEARNLSNLLNQESIFDHLLRFSNGQLNHLVNNLGGNQPQLDLSNLWRPLERSRDRLIPNNATQISTLSKELDETNYAVM
FEVDLIKLLTKATKEDEIQKQKEKEKEKEKEKEKEKEQKPKEENSTGEESSSVVQPTTTQDSPSTTTPTASNFVAPPSST
QSTSPTTLQQMSSPPVSSPSSSLSSSASSIPSPSVSQSPVIFTPDLDMSVWRNNTEINQIANSISSNQQQTSSNTDAPQI
DQDNEEEQGSSSTATTTTTSTTTSATDNQEQPPPQQQQQSQEQPAVPAPTPVSSEPTTVDLGIDPTFLSALPAELRAEVL
ATQLGSIHQNATSNNITINPEFLAALPQDIQNEVLEQERLISQRRRATAPPPPVDITHAQDMDNASFLATLPPDLREEVL
ISQPEAFLSTLPPELHAEAVRLRERDRYDTYRSFIERNAQQPPPRSLKPNAQQKPKTVLNQSGSLVKKENLIPILRVLYL
DHPWNRQQLSQILQQICTFAENRNHLLTYLIQILTASKKSAVSTTSSTSVTLDNDTFSPVDDPCHPLVKYKHFRSVEESD
HPPLLVIRRILDILQGLIANNSHVAQWMCTEQSLPLPTSKKGKEKQDASESSIPLWKLCSIITNKDIYNKPSHLEKLAYT
FLLILDSQKKTPVFPKQFVDNFIKAMLKSTSEAKIVQLLVKIGTSEENRSIVLDELTQNAKKLAGDVIANLNNIKGIFKE
SHMSPSLVVSLLPSSSKETNLLQILQTMSMILSPKPTTPKISIPIEVNENAAAAPTSQEANTNTDPAASTTNTTQPPTAT
TTPAQVPPTQAVANASQPAAAAATEEATSTTTTTTTTTTTTTTSTNTTTTTITGTSSGSSSATESKITIGEYFKHNMEFE
TLWDTIKQFLKLINSEKEEKPVTKQKFLKKKISSVPLSSLLLPLMEIYFQLNSPHPDKLNVNTVPVSPNLSGLKLSNQSI
PVQTSITPPSQDYQTMRFFEFVEQNKNLINDLIRQDNSLLNGSFSILIKIPKFLDFDNKRTYFRQYFQSRKERAGTIRLK
IRRNHIFEDSYMQLRMRPAEEFKGKLHIQFSGEEGIDVGGLLREWYLVLSREMFNPGYALFKTCAADNVTFQPNPESYIN
PDHLSYFKFIGRIIGKSLYDGQMLDAFFTRSFYKHMLGLPITVTDMESIDPQFHKNLIWILNNDITNVVDLTFSTEIDIF
DSLKVIELKPDGANIPVTEENKLEYVRLVASVRMTNSIKDQIASFLEGFHELIPKSLISIFNELELELLISGLPEIDIDD



LRANTEYSGYSAESPQINWFWNVIQQNFSNEEKALLLQFVTGTSKVPLDGFKALVGMSGLQKFQIHRIRGNAHRLPTAHT
CFNQIDLPEYESSEQLEKMLKIAISENSEGFGFH                                              
>Ppal_EFA81827_1                                                                
MSFFKSLTNKYKNNSNTPESSNSNNGNSNNNNSTNSSPSIRSSSSYSNSPVITSNIRQSNNNNSSSSSSNNIRQSNNNNN
SSNSSNIRQSDEIFKLKNSGNNSLHNKDDSGSNNNNDDDKYFTKLYPEERIILVNAGAAHIAMISQSGKLFTWGEGQYGR
LGHGDEESISTPKQVVALANIPMKYVFCGGRSTIALSHTAGSGLYTWGNNEFGQLGRGDCGDDFTCLPESVAVPGAKRLV
ALDAGASRAAVIDSSGALFTWGRGDHGRLGHGDTENRYQPTLVSSLYGHVVVAVALGGGHSLALTKAGELFSWGRGENGQ
LGHGSYQSQQLAPKQLQFFVDMPKIIGISAGGYHSVAQLDDGSVYAWGMSDYGILGTGDSDDGAINIPQRILMPRGIRFK
TISCGFQHTVALTSDNTIYSWGCGLGGRLGTFNEKNQCAPIACNIPNYQPVVFSAGEISTIVIGKKNTVVATSSGLTSTP
TSLITPTTPTNENINEQSIPIDDDVVKSTSKTTTTTTAAASSVIITPPLTTTTTTTTSESDTLAVSPQLTSSLKSTSGYT
LSVNEYDEQHPHGREWSLDFTDWLSSISKIKQLLLLVQTKRNTPTVQIKVNNLSLSTNSTNNNNSSNTGQLVSPVDKYSK
ELDDATNEIKKLVTNINLQQPPQDDHQIEEQLEKLVEKRNTALNSLLEEITKSINYWTDFKEHKHQLISNINLVLNDLTV
NNQQEESATTTATATTATNNKQISVMEIQNQCSSLSQRLTIVYTEFIQYINNLLINSNSSNNNNNESSSSSFSKESILKC
IESLNSIIIESRRYAVKYLAALDNQLAHCDSVVGSQIAQHAEIQLHSEMTRLAASKMEEREKLKSDYRSCKRSIIDITKK
IEVLELEDDSNDLSLLQSLTEQHQQMKVDEQRLIAKQQEINDNISTIIEKYSPELKFKLKQHDRISNKVKDTGLLNSTRK
FSHYNIIKTLATHPHTVYVATFDSQLVVLKEFGIGDQIGKQMFERQVSLMKMMNHKCIMSIQAVFYDRNAYLQMEYVKGG
NLCEWLKKHTVRPNQSQEGRKPWEIQKMFQQIVQGIAYMHSNGIIHRDIKLENILVREDDTPVISDFDLSKELQNNSTNA
TMFTGGTEMYLAPEMRESQVTGTYSTDIWAFGVMLFKAHFPRSRDPFLLPGELNIAIPQHPDQRLVALLSSVLQRNPQLR
PTAHQIAVHPYFVTSLVEDLLSSRTLIDSREKIAAFRAHISSLAALSEETNQTLVMQVRRSTLIVDVFQFFKKMESNKLF
SLLEVDFQGEKGLDHGGLSSEMYSLFFNDSEILMNRLNSEDQSTNNSESKVKSIFSKKYKLLDRGSSESPFYLLSDQPLE
MDESQQNIWSFMKSEQAVYKTLGKIFLKAIIDGKPIPDAFPPSFFKFLLNISPNLQDLEAYDPQLGQSFKKVLLLDNIDQ
YLSTTFEGLVENGDEILVTDDNKEDFIQKNIDKILIGSRKYQLDAFKSGFMSIESLNAHFALFSPTELQLLMCGNQLVDA
ELLKRHIKFVGFPASSDTPKHFLSVIDAMTQDELHRFLRFLTGMVVIPMQGLEKPLSIIHIPKSEKLPCAHTCSYQLDLP
DYSNFELLKKKILQMLDWLDSGFGFI                                                      
>Ppal_EFA81416_1                                                                
MESLISLALSQGALSSILFALSLIIMPDKLHQHQLTPNSSSSSTSNNSNTKTNNNQTQPNNNSNNSNQTQPNNNNNINNN
SNSSSNNSNNSIKNGVNNSSNRLNPPPHISSFKTNSTGQSSSMGSIPESIHITSDTSNSSSSNNNTNNNINNNNINNNSN
NTEPISLRLIPFIRQLEQWKVDLPLSPLSRDLLFATWPILWNDNASEDSLSFLSSPNTNIATITSDGDYIYIHDNCGLAK
IGTGYFGTHQGRIYARNGHWYPKEKGWLASVGNHLYYRSPSTDPAALIVIDPLTLQEVARIHQDGGGSLNTTNNLTLPFG
AETVQSSVDESIFLTPHYQITTRSPMFTDGRYIYILTLQRFHSYNNKQFIVDMYDPFASFKHIKRIELRYPDSDVNEELV
LNPAVLELGSFYTNGHYLMVVLPPPLGTDYNFDTKSYICRAFSLSDGSLVGNYCLENQPIGITSTYDFVNNVIWNYSSSE
SEIGRYGNEGFGPKHNFPIILSRSSTTTGASGSSSSSSTTSTSSSSTSTSTSTSTSTISTTSTTSSNATMISTTITTSMV
ESDDNMGMEPKQVVSTVLGILSRLAVDYMPSVSENSNHSSASTIHHLYKLNEPYSVEVNFNTFSQLYSILKHYQGQLRIG
YSLTSPKTIDILRCIIYCLRLLKVNLFRLTSNIRSLERSQQHYQDSSRDSLLKCIDQTFLHQLRDLLLGFVIDGVEGSSS
NPPPPLVKQSSLSALPSQTNGTSKEILPEFNTIMEESCEILTIGLDLFYPTSLDKANFVKTLLEQVMNHRKAGSLPTIPG
TKPTKEKEREKGYSMLLNSVLSLLANHPNASFFALPPLLSEIPSPFSVFNFEGTEYQLSDKPFDPLNLFVPIIKHLLMEA
QATIPKQSIPQLSRHDSTQSHLGFSFFSSAPPPPLSTSSPAMRLLLAIQKDLILRVENSIVGTDAPSQALVAYSRLLMDK
CKELLLGVLDSESTQRNQSILLTDFKSSVVGALLPTLIHSLFLFSYHIWLAKELLPSLVPLIGVVDRVNRRLPKLLNRPE
LGRQPLQKRSSFVEGPSRISESPHPYHPFMNTRQLVSIPGAVFLSLVFDERSSTSTPDDLLQIFESADSKEPIDQFSLAQ
WPKRRILIPGDTVVFQFITGSATGASNPYAFWGYRCNIIGHMPNSDKTSLPWSSHLEKTMCCLAGRFSASLISGDPLSEL
ELENRAILESPLFSGGVEEEYVSHVLFGSDTGITASPHPNPQPQPYPIDVNVCPQSLMTPQWKAIQRFLVSLAKRSGEIF
SQSLSDFMWQYITGEKVRGRGNIRTAQQAVIAAMLKHLGLGELAMNFALEIMQAKSKEMALAASEISDTSSTSSAGSSSG
SSSVAAAEPQLKPPQQLIDVWKSVNQIRTAIIQRHQENLNTNNVINSTSNVVVAPEDETAKRRSIHAHATLRETIYKEIT
DKLLEKAMFLLELQSLFFDNETLLANPTPKDQERATLNSQIWNEIVSAVIQFVLSNVSLEDIKKILVGRRSRAYTRSIGL
QAMIDILRCASDHTMKHETLCYIGPALRNSGLVKQRSPPFHYLDHLQGCGSRLFKDIKRNFRALMEDIASLLQDPNSDYT
LKLYALDAFTLNFTSEDADLLTSVDIFNKIHGLMTNDSIWGGLWSSSHSVMSAQSPINSILLHSQSSSSIGSGGSSSSNL
FSANNNYSGFVEEERVEKEKLKRNAKALFRFLGLICVDGGPNNNNKQTSMTNSMLSLLGTTNRSLDTLRDAFFHLMETQL
DSSLVYLQEQNKTYWQGSDLPAAVSSPPTSIANKGRRIMRGERTTLNYDFSDGLSLLYILSAFNSVKQRLISPSFLHIFH
CILQVGDETHRKLTLRIFRRILPYAPPNKLVVSSKRSNSTSQSSTPPTSVSTASPVSSSTPSPAAAAVLSSSTTSQSSNS
NSSNSNNSSSNTVGGSGNNSKSLFNLLIDIVGAISYWGCSSDLLDTSKYIDPRFFITSSNYNLFFSNNHSTKFDSSHSYF
SMFDKTTVFPSCWDNTSGGAATTMLRFSNDAKIATFSGTNNTNEMSPIVRSDNLIPENVPLFYFEVKIENDNNESLSREL
SCIVGLFPMNHLAQLRSLRDWKYGYGFSARDGHKVCHRINAYRSRIYATTFTRNDVIGCGWNRKEGKVFFTKNGKYLGTA
FKNVYGDYFPAVQLGAGVSLSVNFGHVVPFLYDITPLISSHLESALTEKNQPSMALSYVSEVVSLLRILLRTPLWKPSLQ
KHIEDGLKLLPSTIVLETMKPTAPPSTQSLLHVFSTITLLAGHLDGIWVGARVQVELGSGRFEHGTVIEYSPLSNLSRVL
LDSNISKLTKTVHHRRYLKPITEVSIDFSQFLPSLSSILPSLSVFLRPTTTSLPPLLASPPNSNSSSSNNINSSTSSSSS
SSSKNQTSTATTMMFRTNQRNIYLFIKSRVMKILGSLLKYPECAKYTLDEILIPILVEFALGRPIQFLDEPKIEKMERLS
FILKERIYDSSFKLFITGESQSAATAAASASSMSMKKSDSFDEPLITELDIDEDNELNETEEFDEFGMIDLEGDDSLDSN
RNQDEDHHASGSSKDGSGSGSRGNSLSGHQKKGSDVKSRQNSANSSSVTNNNNNNNSNTGGSGSSNNTNNAVANNNNSNN
NNGNPEDEVEQNGGGTTTDDDENITEDDIPEEGIPGKRIPWTEVQVGMSVMVGKREKLGLCRSNWVLDMDRIIGSVGIVK
NIDKKHKQVLVTLLDEDTFSLVDWWLCYEILILPPTSDRSSKNPLQSIDKYSQAQLVQLDASSEMALSILFARQALISLL
VSLPNNIKVAYSSFGGAKNLIYILKLTLHTSLLNSFAGSSKVNNNITKLFSNISNNVLMQKDLQNLKLLQSKLTLLVRQE
SQQHQHQHHLDSNIPNNNNNDSGSLSSMRDSIGSSSSSGSGSGGKKSSSSDKLEKSFSTSEKNLLSLSSSLTVTSSLSVS



VDQANSNSLSASTEGTKWKSYKPPVLGVNSGLGEPLKTGNLMKQQKIIKLWKRVFVVLSSDALFYYKSQSQTQQSQSTIG
AHSANPTGLHSFSKDTFSLSPIGSIDLRDIVSVTQISIPKQNKIFNKKDCCFQVTVASNKTHLFQAPSQEELNDWLQIIN
SACISSASFRSKSNTLSSNSLVEMLVKECSLQLKETAHEQLPHLNEESPHPYPPNYKCKKIIRVEGALSLLVVFDSRTTT
EPGYGVLKFFYDPCCTDLIASFCGKITSFPPTLVQAGQFWMIFNSDSPNSEWGYKFTVTPIRLRTSDVSLLPNPNFEFAC
FLVDWALQLEPSHFIARYPYFFSSDLIELLMHHLDNNQPLDRKLKVINFLTRVLQKQREAPMAVPQNTNKLDYLKEEMFK
LYRFETNLNVTNTLYSQYLQRLIELCIHSEINKAHWQTINLDQSTSSSSSASSSSSNTVNINTNSGVGGGSGGSGSGGPT
IGSSLVASSNNLLSNSNNKLDNKDIVIEDPRVVFHRIIKTYKILENLFKGKGLNREFIKEAFIETRFKQVVDSPHPYPQG
VRVTANIVIPNAVSLRVDFEPKSKTQSYVDYLMFSRITPGGDDLGFFTGDFPQTPILISGDRFIWSFYSDSHESEWGFRF
TVTPLFTEEVQKEHEQQYDQEIEFLLSKPWNHSLDLELVKFVNTVCEKQKKTPSQLVFEQCCTTEYLILFPLLYEIKDPL
VLYLRFNVLKHFNTCVQSFLQYVDLRGASEDWSIAYRLCSLRDPSRLRHNDRAFEVKLEREGARDAGGPYRECITQIISE
IQGSEMNLFLPCHNAQGDVAFNRDKLVPNSSENSPFSLHLYEFVGKLIGIAIRTKNCIELSFPSIFWKSLVCAKVDRQDL
EAIDKYSTNLFEMMEKSPTGRNSLDQEMFNELIFQNFTTRSIDNSVVELVQDGKNQSVTWSNRLEFVKLLEQYKLNEFKL
QIDAMVRGVASIVPLHMLNIYTWQELEMRVCGMPGLDLKLLKRHTRYYGLSSNEPRVVWFWRTLESFSSEEQTLFLRFVW
GRSRLPPSNEFNFQFQLQVFIRNESTFYDDDYESGLHGEGSSSRMSIDENQDEYLPEAQTCFFTLTLPNYSSQEIMREKL
LYAITTCRDIDADFITPDDITVPVPVLNGNNMME                                              
>Ppal_EFA76374_1                                                                
MSNSTFSLAATTAVASRMFSISNIVSTNNNNSNNNINNNNNNINNNSNNINYLEKDNNNYNNSKSNINILNGLDKTSVGQ
FSMVTGDAFEGDVGTVGEKFCFQVVTVDRNGVRKTTGGDLVSVHIQGCDYHNLIEEVKVNVVDKNNGTHNVHYHVTKSGH
YFINVFVNHVAIQGSPYKVNIEPIEYSITIQDIDDIEAGEEFRFEILQVRTPGHTIHDKIEIETYINENGTVKKTTNDFS
LFPSTDTPDSFYGRGKLIRSGEYIIEGSIFGAVVFSKTIHVNAGPVSSKYTHLLWDGKELITENKLFILPNNSNNNNNNN
NNNNSNNNIYSQQLQQQESELKFLVQTKDQFGNISKKLNDNFEVHVIQSLSPISMSLLIDDNNSNNQNNNQQQQQQKQVF
KKYTPELLSDDPRGLVAKLNITECGWYYIVIKLHGTVITNCPFTVIAVKESDCSFLSSKYRDGYATFDCQIKKNKKLTNV
TLSIMPNVTLLKDNELLIKDNKDKVYLKNFSNSFLILLTIYYFFGDQTEPTFESKVKWFKSRLGRIQNGKVSPLKLNITS
RERILDESLSILRSIDPKELIVSRMIVKFMNEEGVDIGADRHLSIRFTPAFYKLLLNEPITIQDLELIDPQLYKNQIMFI
KNTPIEQVNEILGEPLYFIRKIMIISDNSNNNKEDDNSNVNSYHQQQHQQQQQERVINLKPFGNLIRVTDENKDEYLDLL
VNNMLYGSVKTQIDEFREGFFQLIPLNLISIFNWKELDVLVCGKTQVNIDDLKIHSNVTGFVSQDIIDNFWNILSDFNER
DKKQLLKFVTGSSSVPLGGFYQLYPHFTINITPNTSNSRLPVSHTCFNRIDIPRGCTSYHTLKQNLLLAINEASEGFSLV
>Ppal_EFA75693_1                                                                
MKTRFFLSYNSNNDNFIQCNSKSNRNSSSYRINNCVITLNKSVFLFLFLLFNIVASDWVQSSLVDKNVSRPSRYGHCSVT
VISGLLFNNRSSNADNKQKKDNDNSSTSSESSSDDYYPSTSIWTFGGIDSFSSQLIDKIFIMDDGDYNVYDFQQSDTPPL
RWGHSCSIFNDVSILVYGGSNDTTTTNVSNTFSDLWLYNITNNKWTLLSNGSDSTIILNNSNTTNNNTTNIKSSSTSTSS
SSSFLDNDSNDNSTTTPNNQTAIDTVPISRAFQAIASNETYLFMFGGLRNNSEVLDDLWVFDIENAQWKFINTTDNKSSA
PQGRFGHTAAFIQDRFVVYGGFNKYSIAMNDLWLFDPQTSTWSIAMPTGNPKPRGFHMMDSDSSDKDRAIYIYGGTTEQG
QPLANLEVYDFGKLSISLLDYINYYFSLIILTLLSIIYLSIYLSIIIDAKAWYHLDPDTASPTPTYWGSISYSAHIEGLV
MYGGYNTESESFWTYKLNCDCFGRGGCFFGICNCFSGFFGDYCQNSIDGPILLGLGLAICVPILCFGWCVLRCAPLTTRI
KVLTMSIIVTSSLLFISVQTSLASWLPVSILSLLTGLGGLYGIMKSKKSKVLFMLIVADVLSLAAGALGLVSYLPSCMLG
NCKNDANGSWLPKFAIIMSFVDASLLVLILPISLKLYRHRRLLETISNHPSLPTNSVLMSNMISGLNPLIKKLAADGSPN
ESQQDTNQKAINYLTKESRLRTELNRIRISKATDEIRIRIDRENVLEDSFNQISILPTSLLIQNFNVKFVGEEGVDMGGL
KKEWFSLLFKQLFDQQFGLFTTNSNYTLSINPNSYQNSDHLALFYFAGRMVAKSVSEGIHLEHTFSRTIYKLILGKPTSL
DDLIYVDAEFHKSLMWILENSIEDMEEVTFSTTVEHNGEIQLVDLVPGGRDIPVNEENKHEFVKLLSEWRFKRDITDQSY
QLVLGFHDVIPLDLLGAFNECELELFMCGLTELDVEDWKRNTIYRGYNASSHVIEWFWQVVEEMEMESRVRLLQFVTGNA
RLPPTGFQCLMSADGPTKFQIHKSYAPDNQLPVARTCFNRLDLPNYDSKDQLQNAIMIAIQEGLPGFGLA          
>Ehis_12_m00296                                                                 
MEISEDELQTRMDNITHSIKEGCGNPMCNNTYCKSNPEHCSISENEMGDFVVLTAINEYKECCKFITPKQIYSMTPNDVF
QLPIEAYLNDSSLKASFRDFPDNCNSRPKGFEYINHQSIFLFMNFLFNVSNPETIKKVFNSISLVQLEQRLLFLCVPYQT
KYHDDYGYLFKLITENPINKEVIHQFLCQMSPEHLRQVHFLVHSFLDEMFKKGSVQRSKKYPFMIYALRLFKILYEMNIA
NEFIDYKSFYVYSINIKREWSDDFDLFFQNKEGLLSYSFIIELYTRVLVVHEENRCEQQLTLSGAIQNDFFELFNPYLEL
RIDRDNLLLSSLNSLVNKRPIDLKKELKIKFIGEVGVDQGGVSKEWFSLIVKELFKVDFGMFTYNNKTRQFWFCSFADDL
QDFKLIGIVLGLAIYNNIILDISFPSILYKKLLDIPLTFDDYNILDPEVYNSLIQLKEMSKVDDVSSLQLTFEAVQNYFD
ENRSYELIPGGRDIIVTNENLQLYLDRYADFYCTSSVQKQFDAFKQGFRQVVSSPLLLSMRPEELELVICGTKEYDFDAL
ERNAKYKDYNPNSPQIKYFWEIAKSLTLEQKKKLLIFVTSNDRVPVGGLGNLIFFIDRYGDPEKFPTASTCFNALHLPPY
KNKEIMKEKLLFAIENAVGFGLA                                                         
>Ehis_42_m00170                                                                 
MRPAWRLNKKINLSGTSPKPKSSREILFQIQIQKKEREINHQRENAAILIQSVIRRYQVKKIIPSLFTENFRLFKESKGN
KEYSSCITAATLAPCVKNNTFALTLLNYQRNHPLIGKLAWNLLISETQLNPRAILMLVNTFINKPIVPKDYPNKKILPIL
PFQLRQQLITTLCLYPNQGLLNYLTLEGESIIPLSKQSLDYLFTVDLTNYQSLITYLLQSSELPPIYEVKFISELSSIET
VNTRILKLLHNKKVPIPTKTTFFIHLNLYKLIKQSQTLLHLFLQNFPFPFLELMQPFIETDAPYHDDAVNLYISLCHDVL
SSRLYSNLYEDMLPSLKYLLPLLKINENQQIMQDLHLLIRHSPFPPSLLPFTKSVNPTLFSPLPQKLIGIFSKLNNDIIF
KSTIKIRRDYLIEDSLAQINHCDMHAIQIKFVDQFGIEENGVDGGGLLRDYLISTLNSCVEILHVFERNSDGLLTFGQIQ
KNLIEINEDELYQMVGRLIGKCLSEKISTDLVFSDDILIGLTNPEDDSININTLASIDYMLAKNLNELSDMSEEELKSLE
LTFTYDNVSLITGGDKIFVNKNNVNYYISCVIFYITHIRNSKRVRSLRNGLLNVIKEEDIRLLFPDELQHWISGKSSVID
VNDWQQNTVYHNIKPDDQLIQWFWSIVESFSEEEKSLLLQFSTSLIKPPFFGFGSLEPKFAISFTNQSSEFLPTSSTCAY



MLRIPNYNSKEEMKQQLIKAITSKSGFAFS                                                  
>Ehis_90_m00152                                                                 
METPQITNKKYYINRICFGCGNDQCNNKYCKSSSSFVSPLNIEEEAQQLEINKTPLCTLRCSLQRFLSLKEEQTSDRLET
LLYELYSTPESIVESFVEEGVFDVVKGWELIDYILKFQPSLYQSVLNAHLKILEIVKIKPINIQSIIVTLASPIFAENDE
MGEFCSIIQKLSSFIVELQVFLRKMTPKQFLCVLGNIEQFISLRVILKKNTVHDEDILFKVLTLLKTFYSINDDKRFVDE
NKFYNEILATQRQFPRDIQYFYSNKNTSLLYFPFIIPVDYKMKFLHKEAKQERGQSTVQAFTESITRGEEQKLNLNIQVR
RDHVLEDSLNQLVEANIVDLKKPLKVKFIGEEGLDHGGVSKEWFQLVTREIFSPNNTMFVYNDKTRICWFNAGSQQLNDY
KLIGTLFGLAIYNGIILDAKLPIVVYKKILGINLQMKDLEEIQPEMLHSLEFILKYEGDDMEETMGLTFQHTQEINGEVK
VIDLKPNGGSIPVTKENKKEFVQLLTDYILNTSIEKQFNAFISGFKLVFNSRLLTIFSPHELELLIAGSDTFDFHELENA
TRYANGYTKDTPVVKWLWEILHSYSIELKKKFLFFSTGSDRCPPGGLGRLQFIIAKHGDASRLPTSSTCNNLFLMPPYET
KEELEKKLTFALNNTNGFGLI                                                           
>Ehis_95_m00129                                                                 
MLLTLVPSTLNEQEEIERSTSPFLVRLVNQRIPLRNLEFGILPPQEYILGDGEYLQLPRTFGELGVNEIRQRIDPQYHIV
REYNDGSNDDNDEMQFNVESDHQNNSEVSQHDTITTQPLNQIKELQTLLENISKKNISPSLVQEKVNQLTQDILMEEEEP
QQIEKKEEKEMEEEYVIIENYSNLLNYVKKYHNELVCRVVLLLLSYVIKEEYNEIVKDIVIEMKWFIEKELRLNRFALSS
SLRFLSKHREFLPFEMKYQDLIKEIGKHKIYNHFMKIIIDRNNVFNSLFKQIKHSEKWDRLFKIEFKHEQGNDNGGLLKE
CYSLLVKELSNGIEDLFIIENNYIVPNYQCFKKNQFIFIGKCLAKMIYDGFTSDFHLALFVLRLLLSKRNELKDVKMFDK
EMSQQIDNLFLEDVTEWGLTFTETERINNKIHEVELKTNGANILVTQENKKEYIDLLLQYKFNTRIEKQIKWIKKGFYSL
IDESTIQLFDEKELDRIICGNNFDIEDLKRNVVLDGYTKESLQIIWLWEIINEMENSLKGKFIQFVTGSSRAPIGGFVQL
KSSHGTPLPFTIASIHYDNPDSMMPTAHTCANRLEIPFYSNKDILKSKLTIAIQECCNYEFD                  
>Ehis_166_m00088                                                                
MFKQDIQTKYLYLILSILNAYKKRGSQQFILQQLTKIKDTLLNGYCFISLLSELIKSIIEPINEDIFNEDLQVLKVMTNY
NSCKYFGNSEFYQLKEYGTNVLNIFSWAMPCKRICIEDIHPCLVSVNAKVIRTLETQRKIQDGLKEKKSGLFLIDLIQEK
QNENTLESSKEYFIPPPNTNLSNTLKGVVQNLGSSLSINSCNQNKSQPETMSDEEFYNLLETNDEIFSKSLDSLEQKGVL
GQLWEEIPIEKKKELTPFECAFIKHYKDLGIEIKETFKGSEEMRVLCNQLNEIGYSHMLIVKEIIQKFIYSFDKGNNEEM
KNCVECLKEENERISCEDKEKKEHLRNIIMIIKEHIREEQTNCEEKKENIVREMIEVRGIGRVPIPEEWDEEVILSLPND
ILQDYLVDYYRAHPLRNQKNTSVLNLNAIQNNRNIHREPERDIQKMERKYKTEKYKEKINKGTKIRLVEKDYLFAFDDAI
NLLINCNKWIGKGIKQRIVYLCLYDETISYTVINNLVMYIFNEPFKQCIKCCNEKDIIKVMELLMVLIKLQGIQKNIKVN
PTFIQCIQNAFTLFFKEKISFGVNVKAMFLFRECVQRCISQKLEIQDSEAIYRYISNEGRINEKEIDVFSSSIIELKNIQ
IITANKINEFIQEEVLNEEELWYFIEHVIEQRIDNFVLFVDYIRLREKLKKEINEIRIKIVFGIFSLIGLDDRILSTEIT
NILDDTNSKVKKMLRNSPELIEKEFNVLNKIPQYLPFEMKLGNLKKLSLSSKVEGNILVKVKRNNIIYTLMESLYKINPQ
EWFKTFRIQFVGEQGDDNGGLLKECYSSFIKEINEGKDQLFISEDNCTLIPNPEYKESKMKEIYEFIGKVIGKIILDGVT
VDVHFNEAFLRLVLGLTNQLENLDYIDSSFAQQMKKLLNENVNDWGLYFVTNEVVNGKVKEIELKNDGKTTEVNETNKGT
YVDLLIQHKYVKRISLQCEWFSQGLYSILSPKIVKQFTPAEIEIILCGNEINFEDLKKNVVYEGYNENSIQIQWLWELLS
EWGKEDHIKLLKFVTGQVRAPVGGFANLKTSNGIALPFTISSIKYDNPDDKLPTAHTCTNKLELPLYSTKEKLEKKLSIA
INECTGYEFV                                                                      
>Ehis_415_m00042                                                                
MSKQINFFRVSEYCPKSLSNIIQFYQTNDIEILINSLQKYNQSPLPRELKKNIFTLIPFLANSVFNVFYNIPVINNNGIF
IADLSHQNVKQLEELMKEFINAFFIIKQYFSVLSIHNENRIMFHFFERFLLCNNLYLTTCFISLSYMFNPTCSFITTVNT
FIKNDFYLPFNLEKLNSFELLLQTELQKNSIEYKIDYYQLIYQCQSIQLLADSRLLWWIKNNNKTITLWNDLFALNVASQ
MCLIPDELNLESYQFPFVIFNHLLEVPQTRNLFYLFKDRIIFIESFSEVVKKAISLLSQDKLQPQSDLLTSSEIIHEDGL
INELSIEDKYFAKKIIEKITSQIEFSYVIPYITSTDLPEYAHRWIFSVIKDHSNFKGNTKQRNDLFYDYLKKVNSNSRDI
CKIYSLFAETIISTMSHVNEEHVQLVVDFFIANSLNYDFLSSIFQENILFRFYLKFIGSPIATKIFEKTLTCIRQTIEIL
KKSDEHFPLLNVIDGDDPVVLSEVISNYTSFMKQLRNTDAFSGDDNINSLMINCILLCLRYGGRDVWSSVHENYRNLQMI
SKELLSQLVIDSCNIIDCIAKECNADKINDSFYWNIESIKDKYRFSYGSPLLYSENRMSMQEKQIEIYDRYGIELFEESI
GKNNALYYVRTALNFGDILCSFGDRMKKKDVKKIIEKRMEINVPYEYFRTIEINLVSNERFSTVYIILVKEMFQNIYNKL
SNNEYVTNMELYKISVLLNKIYLYNEESHFLINSIPKEHVTSYIKEIFKRYYQEIIQLPNFNPQLFRFTTTNTIDKRYRV
IAIFDYILYILAEPTTILNDFCSIVLLPSLMSQEFEKEMSIGLLWFIDNNDFIKFKKSLKMPTYIDNMVKYYITLLQHYS
KEHDELTFIPLKLFYDFLITKVLHEKSFFGDSFKLYRKLFDILASPLNFILPVNCYSSWINLALLIILKSPFPNKFQERP
EPFVQFTVKIQKNYFYYLKQQIESFSYETILSNIMLSSAYTDILFYLDEINTLQDKILSTNHITDGILTVIKKLCNNKTE
DNSKLFDLICLIKKEFNQHQQGEREIFANILHIWKSNNIIFDDQKSRIIELVEYGIEHLEYQNKNSYYLMNIMLRLIKIL
QEPSEWKFDVMEFIQSIESNIGQDPLLLIRIFHNESYDKTPVINHKSESSIPNISMVTVKRIIERIENIDQTIQKCQFQM
EKYIEIMNIRAAYFDIVYFTVVSRLNQIKENEIYEIIKRLMKIRLSPYIVITSIVKETDQLLSSLNVINEMKDIKANLNE
ALIQSCKEQRIIKNIPIESVKEDFKVMVPFSMKSKTTKIDVIKTTQEYIQEQQSNLINDTIVKIIKHQQKLSTESNDEKK
VSEVDDFGLESLFDLTSEGYEQTSSHQNEQLNHEDSTEAHRQVNDLENHDRTDSSDDSHEQHEHLNGYESSQNNDNIHQR
LSEAAQSIAQQIQRLEEHRGEDELLQNDNSMYMFDFGEGEHQNIPNNSQTGIHSRITNQQEQPSQMEVNQNEQPAQENQV
PQSQEQTNQNEVPQQPNQEDFIMPGTDLFSSDESQETQEQEEVQNEEIQQNEQEQNERLFNGRPLPPDIDATTFFSLPIN
LQEEIIEEYNQQHPESQNQNNTTNQQTQQNAQQQDNTIDFIYDLDPVLREDILRNADEAMLQLLPEDLRTEARELQREGA
RYGPFTDGGIVSDDSGDSELDSEDYNDHYNVLKVPNEDIEASYGVEAIVPLTKLFIANNYVLSNIALNKLICLMNYYNSQ
QSIKYFEIVTLIYQHIILPGVEGELDIISLEKVLKLVLLTLYHRKKYSITSTDFFYLIQPIVAHIFEEKTELPIFIQHLI
AATFSELLININTSTQLTNYIVFKKLAFERFVNALNKQYGIFSESAIKQTVLLLFTNTGMIDTIKSTIIDQYNFLLKGIF
THEDLDVILSFCLCINATIDQNIKNGLPLISSFTELFTEQSLKTLDDLIKKYRNMRKILLEIAYCYLNFCIAAKPNLLKT



FKSIDMFLDKYKEMVEKIIRIEPQLLKTSFNLLSRYPKYLTFEAKAQIFRKQIKKEQKRHSRRGFYISVHRNNIFQESYS
QLMFATNDDLKGRLKVKFVGEQGIDMGGLRKEWLRVIATSMFNADYLLFMPTDDGHFQPNPMSAVFGDIELYKFIGRVVA
KTVYDGEFLDVNFTKSMYKALLQQEVTLSDMESVDQQFYKNLKWLLENNVEGLEMKFCYEREEFGKTIIDDLIPNGRNID
VTDKNKQVYVKLLVDYKLNKSVKKQIDLFKEGFYSIIPFEMISCFYDTELELLISGMPDIDTEDFMANTEYRGYTLQSPV
IQWFWEIFNEMEQRQKVLLLQFVTGSSKVPLGGFKNLMGNGGKMPFTIQRISCSEKLPVAHTCFNTIDIPEYQTLDVLKD
KLLMAISECNQGFGMA                                                                
>Acas_g403                                                                      
MRLKPKVKKAISTPAKRQSKSIIAQRELADRLAQCKDEELVDQLKSFTQWTFGEGDIHNWVDVLNRFDEFLSKLADHYEP
QTTLDLPILKSFNRYLYGSAEHLGDLLRIDDPEIVLATLTLLSILVKKTRSRVTTRIHGDPILNAQLFYLTKGWGGKQDG
LGLLYCVQDRDITSKLSVGTTLQFEFFVDPNESKKPLPAGGASDSKKEDAMEVESVVTKTEDGSAQEAAVSKEGEEASAG
EKATQAGHRSIQFPCFHLFTESNIDILTQLVAKYSIPRKYHFPLLMRIRLARAFPDVQARRDLVRTNLLAFTVLAQAHMD
LGTLSSFFLYEPEFIAELMELVKSDRHTPQDFRILALDALSALTTDRSRLPKVISATGSSQHHGELPSMVRKSVATLTGS
VEHPIYTLPFIDSLFSFLAALMATPDGIAALNTAGIISTLLPLLRHQNLEHAGILMQCLSILEYYVAGSNSAAAVSLFRD
LGGLDLLIERFNTEIANVQKAKEQEGTNMSVEGVSEAIDAKDKGKERVDTEPPAADELQPTQDEEEEEESHLSHHQRTLV
KTILRILLPFIQGGGRRNIGRLTGVIEGPFPRALCYVLEHYHYFGERVFSLAVSIMSGLINNDPTRFNALAEAGLPRAFL
TFVTQGVEPSSSVICALPSAISSLCLNPAGMTSVVDANVIGALLSLFTTPKYRKVIKSGDTASRLGAGVDELLRHHPSLR
PLGIKAMINALKRVCKMGGLTLPEEAEEVREDDEDKDDEAKAEPTGADVPAENASTPMAVEESGDRTAESAAGEVTQSVV
AAETPQEVVATSASSSQSTESMELSSENVASVKEEPVEEEPEQKVPPFVEPEVELELDSSLLSDYIGNLGRFLETIFTNS
EHGRNFIDAHGMELMLKLQSLPELPPTFPGSNAAHSLTLAFRSLAAHHTPTLFRGVLENMAAKFDSLDSLQPSWRDGSSF
LEAEDNAKLVGVLASIDCFAGLLAGLVRDPSGLSRPGTTSLGEWITDAGARVSSSLGHLQRCILWEIAREAQVERKKAGD
QAAEASPEETPMAEAQPLSGDSSGNSESSSSSTGAPPQQQPAESPAGEVETTTVATTASGDEKKPDKKETKQLLIHLVSS
IHSVSQGLAKALGARHRNRDEKVVHTLAQTLVRTLQEHLTWTPKAYTDDEGEAPIKCAYLTSVVGELRSFFFNERHNNTH
TLLLHQFNYVDGVATFLKTLNWVVDIYVHLREKELEQQRSAKEGETTEKDKGKEKLGETAKKSTAEEAPAPGEITLGSIV
NEQPSAPEAEKTNRDPDMEMAESALLTFGTVLKYLVCGPMVATSPITANMMTQTLPGQQGSFDPHIFLGAIQSRVLLSVM
PIWNHPLFAHFPQRFITSLIHANRYIMEGEAAAAAASAASAKPRAPPKAKKQFEPDPGVVTQLMEMGFSQRRAEDALRHI
GANNVELAMDWIFTNPEPEPEPAPAVMPPAAPAPGEASATAHVPTNDMAEAMSEDEELAAALAMSLGQSIEMPSSPAAAS
SSSAPPLAPAKEEPAAAVVPEPKPAEEAPKKDEPVDYSKQYDILRRGMLERCVRLLTEVDNLTFTVVDVLSSICKKPDEK
TAALTGAATKVDERVHVVEALADQIKLAAAERPPSKALYRLTHALTLLMIENTSIRELVATSDLVVVFLDLLELMFADAE
ISKLTSTERDLGPDWLTTVLLALDTLCQLPSQLPASLATADSSASKPSVGGEPMAAESAGADVGAKDEPSAAATTKEDDT
ILPPMEVPYLLSLPDRKRAMEACVGLLQRPLHPDPLQALLQLSSHLTRDFELAQQFIHQGGLTALLTLAPTSSFSGQHAM
ESEIKSTITKLMGRSGALVKPKNFLSTVAPLVCRDPVTFLRASANVCRLRDPKPSVSPARVVLCLANPAPPAKGKGPLQA
SSGTGAKKPDLLASSGKAKAKRTTPSTSVQVITELTNALLTLSRIKKAVDLKPTPKLEESEKGKEKSDANLGQESINAMD
ATPTTEAESSLMDVPKRPTLSSGEILQILTDFITTYPPCGSVLLRQQLKKTGTKGKGKEKKDKEALSTSKRQMPETNSIV
TYVLSELLPHSPDANARTPVSSDRQKANAAAANMLAALAQKPEGRRRVIDEITQAMRKVIADRDQYTNYPEVIQALVDFL
YLLLTSSASRTHASGFLGEVARLMLDVDTIKTLSAALNSADLNHPDAPQLVNSILKPLEILTRLTAVMSAKSSAAEKKSA
EGEASADAAQASASSSSSSSSSAPEPTPAEDAAGTAGEPQQASEEGDQPQLDTSTEQQEQNDAARAGDMEEEEETRALSG
QGQQLSNVVNMTLNFIEAANEAMQARAHSASDMDEDLSDSSSDSDSESDLSDEEREEGGAALHHHPEEEDEEEEGEEGVE
EEDEDSSSAEEDEEEGGEDAYSYEEPEDQQDWGGQGDFDFSIQIGNQAATTGRQWALNVEDLLLTGAPLRDVSLPRAVPP
PNPFLAESVESAHPLLGARAGAPGGGLSGGDLDGDASFYPLPPSLRGNPVVEDEVRRLFGRVRAQRGGRPGQFGEEGHRT
TAPGMAEYAASIEPLFVETIRRVTLQELKEKEDAERAEQEKAERERAEKDEGASKGAEEKADEELAVAPPTEVPAPAATE
PTEPTATVPPTTEDIAQTAPAPVEAVPADAAEPMQTSETTTAPAEGEAQPAGVQPTTEPTAPASEAAAAPAVSSTEPVQQ
PTEPSETAPVAAEGAPTPQAEQTTTPPAEVGDELGIDPAFLAALPEDLRAEILAEQLHARSVAAASRPPQPAAPAAPAAI
ATPSAPATPAPASASSSSSSSSSSSSSAPAPTIGAPGAEPSVPAVSTTSISPDFIAALPPEIQAEAIKGGDIQPLELEGR
PIIEPSELVHLVRLLYLAKPLAKGLLHRLFLNLSTHKESRMQLLNIMMTILDAFATSTHLSSVASACLTRRFASFAEALE
ALPAVTPSSSFSPLEEPCHPLLSAGTMNTYAHSGQHPPSLVARRVLEILCHLLKHNPRIASFVLGSNDDIEESSAVVEAK
GKEKETDLTTTTTSTSSSSSTSPTKWCPLARLMDLLGVDQFRNSSAQLDQLLQLLALSVQPLAKLKAREERRKREVEERE
ARERAEQERRERERLRLELEAAEQAMTEEAALAAATAASTEDMQAAAAASAAPARTEEGQQQDVSAPATMEVEASTAPTP
AEAAQETVAPAAPAQTEEQPAAADTPAEAGMEVDTPATTGSRTPAAEEEKKEEEKEPRERTAEEVCPQVPVEDLRNLVSI
LTLENCSEGTYKNATHVLQQLSANALNREVLFKELISAAEGLAEVVVNGLDGLCEELASSFHPTLILSMASSIAELNLLR
IIKTVMALPATPAQTTDDFIDSLRLEPLWDALERCLDIITESMEKDAAIKGKSKAGDAKGKERDTTGDAERDANKSPAAN
LLLPIIEVFFVVNAKDPGPLKRSASVIDFGGAPAVPGVPRSGSSTSLLRASASRENLTRSMSRSGSLYNLAEQQSRFAMF
AEKHRGLLNDLVRQNPALLHGTFKVLLKYPRVLDFDNKRAWFRHQLQKLKDTRGYYGGVRLRINRAKVFEDSYRIMSGRT
PEELRGRMTVQFQGEEGIDAGGLTREWYDILAKEVFNADYALFINTAQDNSTFQPNRFSYYNPNHLDYFKFVGRVIGKAI
LDGYFLPCHFTRSFYKHILGITVQPSDMEAIDPEYYKNLRWILENDPTPLDLTFSSEVDEFGKMRVVDLKEDGKNIAVTN
ENKHEYVQLVTEMRMTTSIKSQIDAFLGGFHDLIPQDLISVFNEMELELLISGLPEIDLDDLRANTLYTGFSESSPAIQW
FWKIVNSFGQEERAKLLQFVTGTSRVPLDGFKSLRGISGPQKFQIHKSYRKDQLPAAHTCFNQLDLPEYDNYERLREALM
YAIRETEGFGFG                                                                    
>Acas_g2320                                                                     
MGATIESSHNKYSSSSEALHHPTDLTKLVRAFISKRCCDQQTFETASSLTYFLWEDEALQLPLKERHKLFLQTARKNIKT
WDRFKVRIDRHSNILSQAYKQFSEVAPNKIRGSFSVKFLGEEAMDLGGVTKEFFHLVSEQMLDPRANLFIPQGPNNTFHP
SPSSAINELHLEYFRFFGRFLGKALIEERLVKAPLTRAIWKLLLGKPLTFEDFQTVDKQIYMRLLQMLDFDDETLESCHL
VFAADIDDFGQPRTVPLKEGGEDIPVTRDNLIEWISLYSSWRMLDSVAPQLVHLLQGFYEVVPVQVISLFNEFELEQILC



GLGEINVDDWRKHAVMIGYRRDEDKVQEDWFWEILTEDFNNTQRGQVLQFVTGSAQVPVSFQYLHPRFTVALVRGLKKDS
FPYGHTCFNRVDFPVYSSKEKMRVGLLKALDLGLVGFALR                                        
>Acas_g2520                                                                     
MEVTQRPDKMDVVSDNKTASQPPQQQQNNFKENVQRYFVQLTTGCGNPLCKNPYCASAVGPMNPNQAAAQALKLAFNNDH
VCPPQIATPHLSIQKMRELVVNAKQSSDYTPIIRTFGSVFSEPEFLNVSFLKVRGSSSSLPANVRNVLASAFERLVASLK
VAAPRLSQPESLRQVVIVLQSPMLLDLDYHKSILGPLIRAIPLLPERSKDVLVSWWSQMSAERMRTFLGIVQQYITLRIL
AAPHAFSLHNDDYIPAGVRVLQLLYTANERITKDKLDYPEFYNDAINESIDLKEDFMRWIDNSGQFSFCNYSFVFDAGTK
SKILQYESIVEQHHQRQEALRRTIFTGMVSAPALVFKIRREHLIQDTLSAIQRHDPADLKKELRVHFVGEEAIDEGGVQK
ELFQLILRQILDAKFGMFTYSEEARTSWFNSVSTDFDEFKLIGIILGLAIYNGIILDLHFPFVVYKKLVGLEPTLDDLKD
VNPGLAQGLRKLLEFDGNVEETFMQNFQISYEAYGMVQTHDLKEGGADIPLTNDNRQEYVDLYVRWYLKDSIAAQFEAFL
SGFRLVCESRAFDMFRAEELEQLVCGSPVLDFEELEKVTQYDNGYHQDHRVIKDFWSIVHSMTLEEKKRLLFFSTGSDRS
PIGGLGKLAFVITRHGEDSDRLPQAHTCFNHLLLPEYASREKLQERLMTAISNAEGFGMI                    
>Acas_g2892                                                                     
MIKLLHPLTNSVGVLRYIGENSHNMQTVLSLMLVGTPRIQRIALRLLRDVVPMVRPERLDYLWRLVIEDTYPASATDAGS
GLADPFQQLRSSAAVGTGDEGILSFFFNTIGAALCNVCPIASVDSAQTVASALAYLSRHHPDVLAAATTTTAAAEQPGEA
KGASPAGAGGPDTPSKLRVSFGGAALAPASPVPQDAAAGGAPTPSFSGGSGASPLPPSSTSPVTAAPSSAVDLLSPFAAA
CHNGVRILRQLGTRRHADIWVIWVFRRASCIRFFPLLDVAYFIVWIVVFLLFAYHVRFCFASASVAATASSTSTESGSGG
FTFGSSGLASGAASSTNPATGAAAATPPPGWAHKSLPWKPKEGLEKQPDARVAMALASEVIALLRHLLNTSSVWRDRLRE
LVTRSALDAPVLLRHEPKEPQLLKRAWRDLAALAIVGGFPEPLRVGGCVEVTNKDTTTASTTTNPDAAAGPTYRQGVIIE
LDTQFRKAKVVYRDCPKRTTHAVESFEALRAVPEVVLGPAFFSPQYADLLAVSMFFLQTKLHEPQPDEGGRTNMLHSWDA
IYTQMKSCSVIALASLLANTSAVSLFVEKGGLGAILDLALKNADLGPMNRSEELSEAQRERLHSIAHTAWNDTVPFSPYS
NVPMVLPTAWHGAQLRNMQIGGSDDAQLLFDSRVVVETGLRTSSVSSACADVPISRLLPMFYFEVLLSGCGGSSVEVGLS
PVRQASGSTSTASSAVGPAKLECDFDTVYTYRGDGVKCSPGNGTATYGYSFGSGDIVGCGWNRDQATIFFTHNGTLLQDA
FTLDAGQEGLELYPVLLHRSQGARITANFGQQPFCFDLYTYMAKHLKRNTDVTSSSNHEVVVDQFALDKADEPIPRAAAT
QAPAQEPTATGPALTATEDPTASASTAETSEDVKTSTAENKEERPVTASTTELLPTPDSATPPASSESSVATASESASSV
ATASESSSDSESDSDSEGESAPSVPSITASETPSASSNDPSTTSSPSSGAAPVMLTLEASSESASIPSFGSVAFSFSEQP
PQQRKTVTLPKGGRGVVAPTRGRNATEDIQVGMWYKVFKDTTSLQRKDWNAAMEKTIGHSGLVKALNTTNGTALLELYDP
ERGVWQEWWYPQRFLRRPVKNVHDPWPHTRKQMLIPTQVHFVDTETALLRKYAGQALLSLLAHWPETMRFSFESVGDHSL
LAFLKYVAAEYLTGATPSDASNPPDEDQGALPGTHYSPLFVRVSRAGNAVLKVVSTEIATRLRLEADSSSSSPSGGGLAH
VLLDYCIAAGFWLAKPAQPGTPDFNFASWLIALVYADCVPSVKEKYTPQVFEHLANHLKAGDEATPAMRVRLIRFMMALA
TDCAHSLRGSPEALARARPNRETTDWLSATMHTLHSEFESEGQSFEPDALERKRYFSTVVELLVVLRKAKWDYFEESGEP
KENKEEQEEQLRLMNNESWFDTLVDLQSASEWWLGPDGASAPTPLLCTAALSTAFTQCRESETHPTQDAAKEKPAAASEG
SGEVVQTLPDGGEVRKVHIPGASSLQVVLDPRCKLHGTDKLQFFLPNDDDRTRVGNKIRRNKPWLYLIDGDTVFYRYKRP
VPKGGVNEPTPASAQPAAQSTVGFGGFSFAPPRFGASASTSGFSFGSSSGPAAPATASPAAAAADQPTSAAEPSSDSAGT
EAASAEPPKSEQEQQTPKESLPEPKQKLASPEARAEVERLRATLVGGAKGLAIDAELVEYVNRLRSECRVPYHALEPFRL
RLTDTERLVYTKLANITEEEMRVKTKFFKSCYKAMHSRGNMTIVINRLLLTDADKETEKRKARDIRASAPGGDPYAGDDD
KDIQWGIFTQAFHQLHSANPAQLRSTGRAFTVRLVGEGATDSGGPYRECLSSMCAELQSNQLPLFIPCPNAQLALEEVGI
GKNRDKYIPKPSSQSSLQLAMYEFVGKLMGIAIRTKAPLPLDLPSAVWKPLVGQSLTTDDLKDIDQFCGQCLDQLQNPEA
YDLNAENFSLIIFENFTTALSDGSKVELKEGGKDIDVTYENRLEYVNLVRQRRLVESRAQVAAMRRGLAAMVPIDALSLF
TWEELELLVCGKPDIDVEVLKQHVRYEGFHREDPTVAMLWETVAEFSPKERALFLRFVSGRERLATSKSQNAFTVTRLHG
STDSLPQSATCFFTLKLPAYASREVRQHKLLLAICNCASIDADFQVRQQ                               
>Acas_g3119                                                                     
MFLSQAPGSGRKQINLGGQQRREEDRNRFLQRTEQERQLRLLDKKKNTSATRIQRMCQLVLISTKNKEPANYFTPTLKDQ
TRLGWLVETKRLARICAQRLVVEYIDASPPDAKELKDTNPVLLALVSLALLPFQNIAFVAASPTASRRFTHDVLSVPRLV
RRLPASVIHALVVSFPASLSVTSSDFNIKQMDVPKAILDNLLDLVNSTIQQQNIQISTVYLEAVSRLLDLFTQAFTASNV
AKKAAYLAEDNMDLEEELEGEPEEDTKQRENPVLQQVSGLISPPILKALFKVFLPTEPPSHAITKDLSPFRVVFPRGLIG
LCQLCHNLMADEHPTRLSMLNALAHTIVTNLWRLLTSTIEFHEFVEKGSTGSMDEVSNILGLFCLCYSHVLVSLDDEEFF
KRQTCFSLKEVLFMSLALKKVVFRMYWVKGDRDVPAVYQNRHLRKAITAVLQQLYDRNSRHVYCNDHHWSADEIALNTAQ
FEVDVMAGHKRALRILKHIPFLVPADMRFRLFTRLIAADKELVAEYRTWGGETRVTIRRDFVFEDGYSALAGSEPEKLKG
VVKVSFVNSEGLPEAGIDGGGVFKEFLTELTKKAFGAEYGLFLETPDRLLYPNPYSHRASENHLGHFEFLGRVIGKAMYE
GILVEVPFANFFLAKLLSKFNYYNDLVFLDPELHRNMMILKHYDGNVEEDFSLNFTVTDIVFGAVEVKELVPGGRDIPVT
NENRVEYIHRIAHYRLNTQIRRQCAAFLRGFSALIKPEWLRMFNQHELHLLIAGRQGRDRSYRPPPAIRTSEHLPTASTC
MNLLKIFPYKSPDIMRQKLLYAIRSAAGFELS                                                
>Acas_g4078                                                                     
MQQQQTIMSQAVQKHDEEMKQRERRREEAPKAEVAPSRQAQDEHASFVARARQSLQQLQQQILQQNLDLDEEVMWDIMVE
EEEEARLRGEEEDDDDVEEDDDEELDDEAEEDDEEAEAAEEEKARSRRAAEESARRAAKAEGKKKATPAEEKEEAPLPEL
PTREEVYTRLAKQVLDEASFLLRFAASAKSGSTSQELMAQARATISFIQLLLPLEPLEQLVRLHTLRSKSRCRGLRVFID
LLDRCSLPSAKREIVKHLGRSLRQTGTHYADRLEGCSRSSILAVRQSFAELFRFLLRSLAGQEEGTNVSREAEQLKFHTL
VLNALALDYRMFDYALFSNSDFHAVLHKLSTHDVALRQEPSSSSSSSSSTANPAPEAVAASKLRAHKKRVLGSHRREEEA
ASEAMRSSDLDDDYHHSLLALLYQLKRTATMQRFFSSSESIHNLLSLLKLGSPRVQRLVTRLCRHVVQHMQPGRFVKTSA
KGSMSADEVVEFFVDLLGSLISGSYVAVPSDAFMTTTGADMSAHSSSLSRTSSSESVSGSAVGRHCYSLILHRPQGVTIS
DVLRMLPQSQLTATGESGLDVNLKEVVRELKAIDQTVVLRDSSIEKCRRYASLLASKGFSVTIARQDPVSKKNTELEPAT



GSSSQFYMWRSRRVDYSLASEIVSFLRTLLIAPDWQPLLAEKLRTNLSALSALVQSLGQRIAASAKDKDKGKATGASAEG
GQNAELAGQQRIMAVLAVLGGWNEDLRVGGKVRLRGEARPDNAGESTSATVGTVISFLSPSTVKVLLRATDNDAQERRMR
TYAVDELTPVTEIELPSGIFSLTEDTLGIMHSFLEKSNACLYAEEATGTDPSPATLLYAQIRSRLLKVLESLFRDSASIR
CCLDTANERDRRLIPLLIEGIAAREDDSAAAEELQDHHIRQRHSNVRGKTEEGLVRLAFDLQESLYELESRPKRAAAESE
PTAETTTEEEPAKQLEMSPNDSKRRGKSNDASKNRRKREERKTRGKGKPRFEMDSDSDERIKTALSGNWRLGQNKMAWSE
DCGYAVVFVGLDRLSIQYYGNNGDCLLHALPEISADSMEEFYYEVALESDDSGSGIGVGLCPAGSVPGWGDCFYEYRGNN
GNKVAPRARKESELVYRCPYCDLDKLTSAELCHHIQRRHHGSTLPVVCPICASTPLGDPNYVSSNFFGHLENTHNDLLYG
AVPSSQELPYSSSFSVGDVIGCGWSRRDGGVIYFTRNGEYLGPAFIDVPELRLVPMVRLRASGTEISANFGQRPFACPPT
ADLAEKDSEMVRKLREDQEANKRRIREAEDAKLAAREEQAELLMSFVGLPREFCIHALLHNNDNVEEAASWSFDNFNNWS
AEQAHAQALSIQQERRSSHSDESFDSSSSSSSSSSTGIRSIDYPGEAYAFVDDAVESFSARHGTIVAASTPLEVSRLRVG
TKCVVTDRAVDATDLTGWVDAKYRAIGRTGEIIAVDRTRLVALLQFYDPERAVSEEWWFPLQSLRVADEIAHTALVGRTD
ADTRTALREDLLAAEMRLGRFYARDAIISLLNNWPTTSPLSLEVLGGPANFLKALRLIAKAYLAQPIPDLRQAGEDGSAA
GDIMHILWAQLQRLCRTGETDFLDLLLAESASLLKESAAFSSHHALVSESEHPHGTEDFVKEFAIPDAMGLVITFDRRCK
LSDADSLTIYLDEKRTKPLRRFTGTSLSQFHPVVIASNRFWLQFQRQSGMPNNEPQWGYLMNVTPTNELLNLALWISEFL
AEEADPVRSHTPTNYEHDDYEPMALEDDAEPPLGGLYSRLYVQLTQYLRTAKVPEVVKTVVLRLLKRLLMLAIDDFQAQW
NKHGLRKGKRKITDKEDGGEAEATGGQQQQQPTAGSPRKSAEEAQAKRRGREGLKRDLQRFAQATAVLEDELFCLLCEVD
LLHSPYLQNLAELIVLKRKMALLATASVEENIALDALSFYPASLDDVPDSFPASLTLSASESVMTQSAVSEGIRNFNAMA
ALDEVLGCFFSDKDFPRAFLAESRWNPRSLFLGKHAQLSSLNKPKLTDGGKLTERAELVYTEVFYRFGVSQPGYMSPEEL
NVLQVHCHPNEPLSADDLRFFLDKYESEGGRLTLRGFLALYYREAYQHPKHSWDELQRLGYDSELAITEQTAGQWCKASR
WTRAMDEQLVELVNYLSEKSGKKPLDLLPEDVDITTDIERQHYDKLRHVPSVALKLRFLCVQQFNVLVSKALPFVDLTQH
AVEGSLARKLSLLRHLIFYLTKVEFLDSILARTAATRPPPSISISRLKTVLRSSRDSLAFLNALSDKTIVELVPGGKERP
LTYEDRKEYVALAQQTRLHESDAQMKALVKGVSTLVPTPLLNLFTWQDLEMRICGRTEINLDVLRRNTRYRAGVTEQDAH
IRHFWKVLEDFGHHERMLFLRFAWGRQRLPSEAELKNEPMKIFPFPCDNADVRLPHAETCFFNIKLPAYTSVQVMRERLL
YAITHTKTIDADLDQEDNIQDLLARGGRGRGRGGRFLGGLSAAMFGRSPFGDISSPPLSRSRGGGRGGRGGFI       
>Acas_g5452                                                                     
MTGAGEESYGFDPHTYDKWHNNEQTSFGRQWKEGDVLGVQLDLDSNPPVIGYHLNGESFGPAFSAREGLYRPSITLEAGN
KVAFNFGAEPFLFAPEGYQPVDVSAKIPPEESRVGRAKPPFVVRAVMEQEDIISRFLTRQPLPLLFLEDAMANKEFLLFD
PKLGEMDLNDLFFYYLQRSNNDGADWSMERDEQLVQVMNRICAAKDDDPMEVAPESITLTDTIGLQFPEIAALPHTALVA
RFYVLKRLNLLFKALCNVVDCSRMTVNPIPVGRGMALTPAQLEGRGLASLVWHARRLVFFNVKRELGRSICKQTEVGRDP
HVFRFNRLKAIKNAKNKANDGLHTLFGQLHTQLDTMADLSVLRQAERGWKVDFQGEGATDQGGPYRESVTQISLELHGEA
LPLLIPSPNKRLDVGDTREKFVPNPRATSPLHLRLYRTMGVVMGICIRTRGAIDLRLPSLFWKFFVGEETTLGDLEIFDC
VSAQFIRNIETQLTSPELFEAVYDDLTFTTTLSDGSKVELKEGGAREVVTFATRLEYLRLILETRLSECTRQLEAVREGL
RQIVPVETLKYLTWQEMESLVVGRIDFDVEWLQKRTRYYGSISASHPTVAMLWEVLAEVGPDERAKFLRFVYGQSRLAPS
YAGTNLEFTIEALERSGSPNDFLPEAMLMYAIHNTAEIDSDYVPSTQWDPQDMQTSDDEDEQETDGIAQEPIPSGIQSPR
ISSTSSSSTGGLFD                                                                  
>Acas_g5773                                                                     
MGNSQSQQQQHFTANELRALLGKDNQWYRHQQQHPQVAEENLFDDDFVAKQYLHELGSCTHIYKEQDQLLQKRLESYEKG
LNLMLSLAVTHNPGFQEKEMRWLKKEMEHLTQSPTNAFASVLDKRLLLLRHYYLALIRFDQRQHYRKRIPAPPAPPTVAG
VEQPAAAAATRRVDLTSLLRQRLRQRQAQRASAAAAAAPTGEPQETPATGEAGQSGQQQQQQQQQQEEEEGQQAVAEAEG
TGAVADDDADDEVERKAEEQLRREEERRKAEEGEAARPKRSDQETFVWSLFQGTLDEPLLERVLASLRELPAGEQLLCVD
HHDNDFDWSRPPPEAGEQAEQRDAAAAAKDESLAPSTETSKEVREFEESLLCHLVGHLFEIEQQTMADLLHSAAAAAARN
SAVEDEAEQPPAMRLVQILQKDLLKDVAFSQYQQSRLAAQQQQQPQATHEERASAEKEARLRLRNLVHYARTVIGHATRL
LDAALDTTARLALLREKEERERLEKEEREKGELEKPEGMDHVEEDGKASSATAAAAATADHQNNQLPPATRRPQGGSAAT
PAAPVDERVREALVQGIVLRIVRPLATALCLFLDDAPSGGANSRLHQHLASSLLSPLVSLLKSLDAINARADDVSGAEVD
YHERENAKLLFKTVDRKKVETPHNYYPNTDEEKVVRIPGATHLCVTFDERCNLEKDRDFLHLYRRPGKQQPIFTPFTGPP
NAWPRIPIIVPGDTVCFHFTSDPFNTYWGYRCIVTGLTLESSVVPLWDLERTVSSLVGRCVKHLLVGPALGKAEAALARW
LDSDLLAGGLLASAAPADHDVVDLDRLLRVDVSRDKEAERSAADDAEQEAQAAKEGDEELAWLLAEGMAEQGRGAEGAPG
YRQLFAQKNRELPDMFDRFGGEVIDEAMRWFVAAALRHLRLVDVARKQERTEDEEKLLSAVWREAKNLRRWVVQEKQRIA
NEISEIERQKEEQAQAAVAAAANVNVVSGSTSSSSTATGAAEPPAKALSGSASAAVVPEKKPPVDRTTYEYFRDTMVAKL
RVLLLHYVKHTPEASPVPVLLRRERRAHARAKALETIHDLVRSLSLLSAKQDVLRIAACAWRSIEGVVASADAAAAQASS
RGSHYLSNTSGCGQAVREQLRGSFSSLYQYLTALLVAPGPHPTDIITCGHVLNFWCLNFKPEDHHFLTQTHILDICHGLM
TTSGSGENKARRRLRVLGRLAFRYLAIQCLAPGASQADRTAAQQHLLETIVQDLELSISFLHQKRQDLGRVMSSGDIGAS
EEGDITPDTVAYHKEEKFCYAQLVLFHTVTSQETPANDAFLATSRIMRLLLFVHFAGTPELQRLALRMLRRILPLVDPAL
FDRSPELLDFVTAGDAGDFIPFGVSPFGNDDDDDDGQEKGNGDELPAAGAGVTNALVRHFFGLLGQRLFLDAGEKTGTLR
HRLTASHTASFAHNFRDGQVAFMEGEEVTSTRELGTLVFYDRRSSQAKLILDSSPDKVIDVYPGKIRAHPEFKINPDRLP
LTKVAPLLSDLLDALIIFAKVSDKRDEERRRLKEQKERAEREKKEREAREARERQEREEEEERKRQEAAAAAAPPEWTCE
MCTLINEINEPFCQACGSPRPADAVPSVVPNKAKAAVPSAAAAAEQDKAPGAEEKEEEEEDGLAYADEDILFYQLRSRAT
KALCKLMTHPANAVLVAEQGGMSTLLSIAVRPTELEEFKSLEQLETRQDRLLELLYQHGVGMDREEVGPQQLSQAELLEH
NPFKMRTLVGRANPMSLLESVGLARANFAIPNSLPAFYFEIRFVKDESFKGSIEAQLIADESDDDAEIPDDVVAQAATEG
ESAATKDSAAASPASEVPAPATEPALPPSGSREQPAPQEQPPPPEESEKGKERDERPRGKQQRQGEGKEKGPKGLNIGVG
LYREGIPLQGAPGEHNSYAYVGSRGRALHNVGNLRVSGIDSRAYGPTFNVGDVVGCGWDIRGKSLYFTLNGQYLGSAFSN
VSGRFCPVVWIRTSGVKVQANFGQEPFLFEFVSTLPEGYLEGMEHMESKAKVMTIQEIKRRTQAEELMLMMGVFPLELCV



VALERSRDDITYAANWLLERGYQELDRWAKDTIAVSKREQEEREMKVLLDTQQRGDNHHQRGSGQSTRSESRGAEEDEEE
DEEGQQQPYGGDDGNEEEEEEEEWEDEDGEGDEADDDGGSYSEDYNRDASRFLDDELGADTPVQVERRERIVEGMKFEDI
VPGIQLRVSPNSIEKYAHIMHTLGRIGVVADTDIDTLRVLLRLANPETASRHYFWFYFYDLEKPEGMYQDPCMDLVSSST
KIKPSAKAPTKSAAWLAMMKHHLVEISNALLILQVRRCVLSLISSWTELDLALLGGPRYLIDLLKLASAEHLASKAKNPT
SGGWVGELDVLASFRAKLASLLRGEEGLFASTAQAVSIPPPAIMEESAHPYENNQDYRKEFHINGASRLIIRFDPRCHMN
TDMLSRVAFYRDDQYQDPIAVYRGKMGGNQFQPLIVNGDTVYFRFTTGPVATFWGFKFTVTPLEWRLNDNQALQGLNFEL
GYWFLELLLEEGPSFVRNVYLVDLYDALVWYIRAAKRSAKGRGIQLLLRVLREINASSEASRKVLGLRKKMDAIYSQEVT
DSRLLHSAHLQSLVELVAVARLVGDEIHRSSEREFAPPALVAAATSSGDVGKQDKGKEKEEEKEKGEEAATEARAELVEV
GEVGRISLRIKKAVYGRNLDKRRSCRNVTRELQDWVDRVGGGQYLWLPPNHQTALPFLSGAPRDRAAAALSPASSYSPSS
SLGTAAAAVRPPTTAASPRTAAAAPTTATATSGAAAAPPSSVGGGGEGSSPTPTPTSTPAHTSPEDSPAHSPGHLAAASS
ASGTEPVSASASAGASYAGAGAASEGRSGAATQQMPIPIRLPSSSSSSSGDLRQSGGSPIFFSTTTSAAASSSPAPLLGS
PTTGGGSLASSLSSSAPIVPSNRRLKIWYEIVDHATGTVLEHAWQRTVGSGEQLVVKAELSWFGTVVSVADQVEEFEAFL
ERASKGWGLEALTQVVELVVGLCDETKQDPLVIDSDTIAVAEEDLNRFPAIRNQNLSLEDIRVRFTAVRLFNRQLTVVLP
LVDFSQTHLSWSLAHSVCKLTGLIFPSTKVNLWNKILNSTMSRANKPSVTINRPRALRAKEKGDPEGSRSVFGQAYRQLH
FLKPEVLRVPGQTFSVTYEGEGGRDAGGLFRDCISHMCADLHSSWVPLFIPCPNAKGFGENQDKWIPNPLSLTSLHLSMY
AFVGKLMGIAIRGKHILNLDLPSIVWKQLVGAELTVRDLELIDKHCVNQLEEVRAMTEGTEEERVMFEALDYTWATPAAD
GKTLLDLCPNGRDLPVRFEDRLDYARKVEAARLNEFREQVENMRKGMATIIPIQLLSLFTWQELELNVCGKNKIDIQLLR
ENTRYQSGFSDEDEHVQMMWRVLESFTHKQRELFLRFVWGRSRLPLTSLDFQQKFVILSCAQNNDMVLPISHTCFFQLEL
PRYSADTILREKLLYAITYCRDIDTDFRAAPVDWDADE                                          
>Acas_g5787                                                                     
MEADMEAANAAGACPSGVPLPPLDHFHLSPFAADLKRSGTKATKEKEKERDHPRDHESPDVAKAVEIGRRAETNLGLELR
SDGEVPRFPSRPAKPANTPLALRLVEGVHVHLLPLLASVSPEVCLRVANKYGKATRRMLDGRATAELSQTVDDLLDYLLR
EATSPEPTARACALAIILSRISAQWTAYNLKFRRSSGASAVKGTTELLTLCRQVYLPLIEHLASLHRSLAIRLLGDLSLL
LEAPTFTRKAAAEDPSLDLLIAHLTKLLDTPDSHVHSLALTSMLRLTAARGSLKGVLALLYMLLTEPRFAEASYDATIDI
EAVLQTFARAMPPSFSSLDPASDAFTKMAHMVTRAKAAAAVAFDGQYLYVHHGASPTSELLKVGTGHRGTVLNHVYARSS
GVPEVQASSAGVHMAVVDGRLYFRSPQFVEPLCLLVFDADTLQLRDRVHHDGTGSIATEDNRAWGLASYGPIAACGQLLY
HIHTTRPAEEQRQQQESSTMDLESAEPSQKQKRAQWLVDVYQTPGMQHVRRVALAMQPPPTHQYPLFRPAPQNASFKQPF
EPTPVRPFSHPFAHLHLHFHLHLPFSASSRTNTIICVSTRTRQMAWGGMFEVITAMPRYQAFSFEELRWEATSHLRAPVD
TTQVDEAILADGHFFVEQEGARLVIHLPSPTTSHSVYRCVDLAEGSVVADLMFERASTTRPSLIDYAGWPCLSHPEVVLA
SPALHKGALRLPRAVLSTFAVLDKLAFDTLHHDSVPAMAGNEEVFLAYETVTCMSVETSRTLCLLLKLLADDLFGREAGP
SAPRGGASPCATSTTTSHPPYARPTVPPPPLLLCQPAAGVAEWGCVACTYLNVPANSACEMCNTPRPPTTSTAAATNASA
AKSEAMDEDKAGADGQTTELQSPHAAAAAAAAAEEAKGDADAGGEEGKARQEEPSLGLARHLEPAEKLYLALALSRILRA
NLASCLRRDLAFDVLGLDTLRDTEGSPQLALQLLRTLYRFAEAYERSSSGGASEEDHHRRSRRSRSRLPRDLLHAVGRQM
AETAAILLQTEFRPATAALLLDLLLRPSSSFSSSSSSSSPSAAATQAEAGAHSLLLTMFLADACSTSLSALDATLFACPA
APPAAATTATATIGDCDFRRPLQARAQNADDAENTVDRAADAGLVVATEGDNKEEAEEAEEAAGASSNGSNSNAVVEAAL
TLLARDMERAVPPTTPEAACLWSPVGPELLSLQFLKLYQHRALTALALPPRAAATATAADAATTAPAAVAPPSASLAYFA
FYGSHPTEPATAAAAATTPHNEWDLPRDDAARLKVEAELHHYLRRLLALSLASLSALAASLPASEAEEDPPAEARRVHHA
VAAMHATATGQLLLPFLRLASRKQLACPLFLKPLSTLLRPLRALHAFLLRHCTNEPGFGDTSGFLASLTTAAAKMIAAGI
EHLAAGDEPSAQEQALAEWLEADIFAGGLPLTPPPATTAGLSPARLFLALFVGAARPAPDEVGPTKPATEVALWLEEALR
ARPLGRRGGPTVDRLLRAVTAALLWHMGLVGDALTMGHYLTTVGRSSPKPASLSARLQQALDTAYSVRVWVLQQVQERKG
DDDAAAEHFADALMRKIEFLMELTPALHEHKSEAGLLLLLNDHAPPTPATTAAPAPAAGAAAATGGAAASGATRAGQLAS
FRFQTSIALPTTQPSPPLSRKPPPQPQPPPQPPPQQQDSEPASSAGGGEGRSRGGARRRGLMGRLNSSGDGAGEGAAAEL
RPRPFLQSLLLSRSTSVDSLGKWAQERQSKEKAEKTLQAIYYKWKTFREKIILPSAKASLSSSSSSALSAADSPLASLDK
QVANFLQDDAVDVDALRQCLQQRQVRARGRERALRLVCSMLDSPPGEGEPSEHREMALHHLYRALWCHPAPAPVVVVHHR
NVLGAGQSLLGAINAQMERLSGRLVGLITRHAASPSTLDVHSLPLLLLALCYAGRLFDGWAAPMARLLPSALAALESLRV
HPGDRPALPPAPSLRTVRAVACRTLRLLIGQASELEPPSPADNPEQAGLLLGLVRFAFDALTRALQAYLSWIHLNALSSS
TSSSSFSSSASSSSIAASVTRPWVARVSAGEEEEGVEAWHHRDLSREQVEQWAEKREAALEALEWVRTLALAEPVFSSCA
QSVLSPDPAPLMECLVGAARRGTPDMASLALALLPRLLRFVPPSAIRPLGPLIYGGAASEPMMGRAEESPKKKEEDEVPP
VAVVLLEAIGCPLPYLPTRLPSLSADLRSFYDYRPSIRGDGAVPAQQPASHQGSKSPSYSPSSPSYSPKSPAYSPTSPSY
SPTSPSYSPSTPSYAPTSPTYSPASPSYSPSSPSYSPTSPSYSPSSPSYSPKSPAYSPSPLLTTLEPPPPQVFNFGGAGP
VAAGARGGGAGGGSGFGGTAACGWAFPHRAFRSALRYHPPPSTFALLTNELARVVRQLCSPSVPAWSGVLREAVRAAILD
LPRLVDDLCLVPASSDDPAAEAAHINSPAFHRPSAPSRWSGDRRGLAPGAHVRLREPDGVDSTLAPQARGGTIVGRSAGG
KWLVEWSSSPTDARPRCEVLADTDLLLVEDNALWAWDMDEELIAALSVFVRTGRSHLDASSSGPAPWWSLVWRQLRSLSL
RALRVWGATAAAAASVSPRPDAPSEATTAPRMKGGVVRELVRATLDHASRRVNTTSAAGAAAGGPKRGPLRERVAGMEAE
EWELELSRVHADLFELGGPGGREWSAWLPFHPLGRGAPLLRLPCGWASDTFVVSDGGLRVKECGTNMAIFSLPDHDDAPL
PLPDLQPACVLARHPIPVDDLPAFYFEVAVREEGAHPHLLEFGLGLVRRVSSSSASSASAFSTASSRRLVEAFVTWRATG
FRATASIAPAVVATPAAAPSPSLSGAGASSADVGGTQPATDAMDVTAPEHSDGNEEAASLPSTSDGGAGAGAESSEPPPP
PVVPVVAEVVVAEGERKLTVEKELFSLPFRRGDILGCGWNRADHSIFFTRDGVVVGTVPLPASFRQAAAAAAEGSTEEEL
QRDHHRPAIHPMLRVRSKGAELVSNFGQFPFLFDFHTHLRHQLLLLLPTPPSASPILRHLLSAAVHSSASALRQQVRVRD
TVLLWLASADVDLRFSHVVTRALDARLPCQVEAIDRPSVDSDDRALLRCYLPDTAAEATFWYPVRCLTRVDADDETYAAL
RASLTPPRLFKYGALLEDEVAYHYEHQLALAWMLQEKEEDLSLDLFFGGDRLCQRAPLPAPHLRPIQERHPSAPPPAWQG
QGQRALNVLAQRVAALLRKEARGRGAASWGTLLPPPPKKPRLIHQQRETGDQAGPGGGGAGPATTTTLLQGLVGVVAAAT



DTTIATAPGEQQQRSASFHAWILHTLALAFPRALPFSHTTQLLMGLLRAVESAGPGCESLVAAFPFLDGALDVLQRYGST
LAGSLPAEALSKSLFSFTESYQPPHQLADLLAANVERSFGPLPPHLVARASPPYAAPSGEAVHVWDQEWTDPAWQLTDAN
WHATALLAADLARYYHHHALHHHAPSAASVAQPPPGLLEEAWIDLTRHLRRDLPLGQEYEEVFEQEGAMNVSVLYAFEGT
EHVQGTLEAVTLDGIHDDEPDHPLRPTRSATFAGGLFKAEPGLLRLGELTGGERLRVRWRPVDGGGGSGSSPASTGGGWL
KLYVVRRWTADGRRAWVESKAADMRAFVAGHRAVEVGQRGEVLAQLMALLNERAARNSGGGANGSGGGDEAMGWAWSVAH
ELAFSREELLRYPLLDPTHAPLPWLRYELCQLRLLSAVVGRALPLFDLHLRLRALHKSAAPGAAAWKRPREPYPLSLLLP
IRHLLPTALKLDFLASVSRQSRKKRGSKKVIVKRRFEPSKERRMEDTVFHQLFAALQHMDCAKLRSTDANERPWTVAFQG
EGAQDAGGPFRDALMDVCEELQSPNSLLPLFIPCPNAQTSSGSNQDGYIPRPSATHKNHLAMFEWLGRLIAVGYLAHCPL
PLYFPSIVWKGIVGEQATIADLEGIDQYCGQTLDELRSARGLSEATFEDIIFEKFTTVLSDGTLVPLKDGGEEEPVTFAN
RDEYVQLVVQARLAEGAEQVRAIRRGIADVLPAGPLSLLTWREARELLCSEAEIDVDFLRTHTRHSGWDENDETVRWLWQ
VLREFTDRERAQFVRFVSGRERLPRGVGSDVELMVINRQYGSSLPKASTCFNAFYLPAYASLEELREKLLLAITSCRDID
TDFRVRDDSDFYRGDDDEDEEEEEEEEEEE                                                  
>Acas_g6436                                                                     
MDARLPVAPDTSAEGQEGLVEGVGTYLLLVVASLGLAFWAASSWVASRSKRAAALHSARELADMPSRELRERLFFFVISN
QHKEADQYLHVIRQRKPSFSLTKPRRTGTLVHHAARGGAAQCIRVLVAHGADVNVCTEASGDSPLHVAATNGQLAAAAAN
GRLDCVSKLISMGAAVDGLTDLAWPPLFAATNNGHYNAVSLLLSNGADVSFRDRDGNSRLLLSGGITGLEKNNDGDTPVQ
VACKMGHKDFVLKMVERDPGLFLPQLLQLVARLDHQLVTAPLVPPPPIATAAVTAADSQASQQPDTSTPAAATDFQSSPD
GGQMSSSSSSSSSSSSSSSLSSPSPYLRRSVASASSSPALPSSSTPTTATATTTTTTTGALPPRDLRLMLGEAEVHKRVN
SVLHHVAITTPAYLDALLRLLARLAVWYGLRLLHHADLSPDEAQRFADVTELLDEKAKASTGSLSVSKLSGLCTRAMHRF
VSLITAIRLAQKEASYNDHEERERAISRAAECLEEVWLQLDRCMGQLAERSAAATHRARPRKDKGKEEEPESGEDSRRAR
RRSSGKAKAGSDDGDDNDELERDSYGHDHHEDGGDGGEEAKRVAASSLFTKELAERVCPLIDGFYLVCSNDIPDPAFTSA
LAEEREPTLTIRPTEGRGKEQTAGDEDSEEGEADGYDAEQHQLTSPAMDRFVRFIDRHAEVIRGVGRENIEQLVGSLEFI
LESVATHPEWRFKELIDTLGFERKRAWLRRRLDELRTAYANHTTDLRVSRTDLLQDSCSALLHEGPEALRGHFTVGFLNE
EGVGAGVRREWFHAISQELFNPDNALFVQSAEGVALQPNPHSHVNADHLSYLHFAGRLIGMALFHEEVVEVCFTRGFYKH
LLGRPVELDDLLSLDPQFHKNLKWILENNIDEADLGLTFEADADNFGMVEAVELVPNGRDVPVTEDNKREYVRLVMELKL
QKSIGKQMEALLDGFHQIVPPALLPVFNEYELELLISGQRAIDVTDWEAHTEYSAGYTAQSPQVQWFWHAVKSQLNAEEV
AMLLQFVTGSGRVPLGGFAKLRGLGALQKFGIAQVVLEKPNQLPTASTCFNLLKLPAYENEEQLLRCLTIAVHCGASGFV
FN                                                                              
>Acas_g7700                                                                     
MMAAAEVWCFGGNTSGQLGVGNDEPVGVAKLAEDLTSKRFLQIACGGQHSVGLNEPGELFTWGNNDFGQLGRSGRQFAAQ
RVEALETMRIVQVAAGATHTAVLSESGHVYAWGQNHKGQVGTGDYQDYSRPKRLKAGDQTVAQVVCGSNVTVALADNGEV
YACGEGMNGQLGTGEVIPKSSLTLVAPLTGIPIRLIAAGTTHCMALTVSGSLYCWGGNAFGQLGLGDKSGRPRPSLLASL
HRQHITHVSCGAFHTAATSESGTLYTWGQGSYGQLGHGVGQMELQPRAVFELLGTKVVHVACGRLHTVALVEGQVDGTSR
TTAYAWGLASNLGIGAKANTNVPKKIDNPGLHRSVVALKDVAATAAGDHTFLILKPSGASPFLPRMLSHLSLASLKALIA
NKSPMELQAALSLLFSSSMCMNASFLAANHMDTGEVDPGVDLNAVREAYSVILAHGRANPALLNAFGNATARLVNKLPSI
PNPARLTEKLRVYIIIFENPLFLDTSKSHVVVERLCAALLKLNDPSKQILSNWWARLPADHFQKVVRIVSAYLSFLITTK
GAPDQPIFSATLTLEFLYKANEQGRIVPYTEFYNAAVSERVDLAKEYKTWKSGNKLLFSLCRYPFLFSTTAKINILHIHA
EHEMRIQVNQAYAQALSGEDGTLPVLVIVVRRRLLIQDALAQLLAASPRDLKKPIRVIFAGEEAIDQAFPTLGNNLEKLL
HYDGNVEETFALNFVTTEERFGEMLEHELKPGGKDMPVTNDNRQEYVDLYVRWILRDSVLSQLKAFIDGFRLLLDSEVLQ
LFRPEELELLVCGSQEWDLRDLEKVTLYKAPYTAEHPTIRAFWRVVHELPVDLQKRLLFFCTGSDRVPVQGLGSMKFVIQ
SMGQDNEHLPASHTCFNILDLPEYSDEAKLKEKLTTALMHAEGFGLV                                 
>Acas_g7798                                                                     
MRRPRSRKKKRRRRATAAAASKSEESEKMKMEEEEKEREEEKKEEKTLLPEDEDDDEDESEKPVPASGLRFSRGGGGFGA
FAFAPMGHGRFANLLTGLQSGDEGQQMEAVLELSDFLCMATEESMGGFQVDRFVPAIASLLHLEHNNEIMLLAARALAHL
VEALPAAAANIVRSEAVPTLCDKLMVTEFIDLKEQIILTLEKLSWEHPTALLRAGAVSAIFLFLDFFDIGVQRTAMSTIA
NICRQVPSDQMHLFTDVLGQLTDMLQYPDQKMVESACLSFCRLIENFVGDEQKVETIVSRGLLPRVTKLITGEGSVTLDQ
NTANQLIRMLGYICRSSPSLTTSLLHEGVLGTIQHILLGPEATKRGDKSPATPSMSRLSREQLSDVLTLINELLPNLPAG
VLPTEPAQPKKKAEKEKKKPKKEVKKKEKETKEKKEDEEEEKETKEESKRKSRRGSRRSKRTEERKKKEAAAAKEKEEEE
KKEKKEEEEEEGGGMELEAETKAQGEEAEEEQAMETEEKQKKDDDEEDEEEDEEDQVEEKAEKQPTEDQPKPDPRAQIFV
DHPGLLSSIGETLLGILERLYITIVHPAVRERCLTAITKILYFSTPEMLTESMKSIAFSNFLAHLLATSGSDQSAVVRGL
VLAEILMQKLPDIFIKYFRREGVINEVEKLAVAPVNPPTGLIERLADYLTRLDASPAPLCQNNRLERVKAFANIFLDLQT
SSQSSSSSATAADPPLPPIVTLVRQLHEALDKEESFKVSVYDAMGNASSIKLLAQPLRFKLQRQGPFESKEEEKQYEQPE
SLMIEPLASVEDIALFIWQSLIPQKIAAAASLSASASTHAQRHKQRQLQQDEEKTKKKKKKREKKKDSDEKPEAPLAKGG
KGRKQSKATAAAKKQPTKKSQASKTEKKKKTKTTAKKSEKEEEAAAAATPEKSDSESSVGDSAFFERMKQVAADVHAQVE
KEESEKEKKKKADEGEEEEEIMRVLPQGSILDEEEVLSEDDEDEDDEGGMAGEGQMPSGFAELLNRIQTQYGLKIGFGEE
DDDDDDDDEEEDDDEVDYDDGRIYTVDEDEMETPSNEEEEEEELKRQEAEAAEASGKKKEEEETDHMEEEEEEAKPTTTG
AAEEQAPTTQPGEGQSAQQPANVSSTEKQAEAKKAPPTKATHRLDIFLDGTRLDLDKTIFQIVPKPPQGEADQLPVHHLW
SQEHLLTFSLTPLHPAAPSADDEAAGNEEMSEATSTSTSTSTSTSTSTSTTPSSDESVTSSTTLTALGRPALERYLALAA
PEWLREEGASATTLDILNLLRVLDAINRLWNSLFTSVTARADSTEGPNCRINPSEFISSKLTGKLTRQMQDPITVCSHAY
PRWCKELXPTRRLYLNSTSFGVARALKNLKITIHGQPLQVPRLHHNKVAISRQHILPAAQKVMELYARHKAVLEVGYFNE
VGVGAGPTLEFYTMVSHELQKRKHGLWLDQDASTTHVAPMHVEGAKDAAVKDASDAAAAAEEQYAFHPAGLFPSLLSPNA
PEERKAEVEKLFKFVGRFVGKAILDGWQLDFPLSDSLFKVMMSDKLSWEDLRSLFPAYEKSLRPLLQLSREKHQIQRDSH



LTMAEREEKIAGLRLEGRKVEDLYLDFSLPGFADWELKPRGADIDLTIDNVEEYVALTVKALLEDGVRLQLDAFRSGFEE
VFSLANLRIFSLHELKALICGLQDDSENWLPHVLMEHTKTDHGYHENSRAVKYLLEVLTELSPEERRKFLLWVTGSPRLP
IGGWKDLVPKLTIVRKEATDRSHSDEFLPSVMTCFNYLKLPDYSTKSVLKDKLLLAINEGAEFHLS              
>Acas_g7950                                                                     
MEALARRYFLQLTQGCGNPECTNKFCVSCKGGVRLTPEQAKVWSVQLAARPRRYLCVGEEEGQPSVAKRLFPPSALKNVN
LGLPFSLPSKELPAVSASPSSPSSPSSPAKPAQGASSTTSPPLSSRFSSSSATSTTSTSSTSSPASMTSPFAFSSSLSPV
KPTQFLFSVVSKSTPFSALFSNVVTPEEGNTFIIHSCLSLELIKQLVEAAKEGDIGKLKEIIRDGFSDSYVLNNSFLKKL
ELTDDEDISVVDLEAAAEAYRLIIALERAPILHTLENATELVVSRLALRKQSIACPKDLRQVMILLERKKDLFNDIESAP
SRPAEGSTPEGRKEMVADDEAVDERAPEYATWVSEDSHSDSSPAETRATTDAFRNHAMPDEEHGRRVEVHVDEVQSNEER
GSKARVRSFAEEEALSNTSHQRRAAREEKGKEKVGEDQSEYEREKNENESESEEGNERRRDEQPSDHESDAAVTEGEEAE
ETDQEAKRRRKRKEKRRARSFLDNTDAQLTKTEFFFCDYPFLLDPTTKARIMHIDAAMQMSYEVEDAIAKLSFLGMLKEQ
SLPLFIPASIQRTAVPHLILEIRRQELIADTLAQVSAKLRDLKKPLKVKFVGEEGIDQGGVQKEFFQLIVEEIFDPKFGE
TVISSQLRLSMFSYDEETRRVWFNPFSLETEKQYQLIGMILGLAIYNGVILDLHLPVVVYKKLLGHTPTFADLKELRPML
AKGIQQLLDYDGDDVEDVFCLTFQTEHDTFGERVVYDLKPGGEDIPVTNANRKEYVELYVKYLLEDSIAPQFKAFALGFE
TVCGGPVLQLFRGEELEQLICGSADLDFNELEKIAVYLDGYHPQHPTIRAFWEVVHELSVEQKKYLLAFVTGSDRVPIKG
ISKLTFIIQRNGPDTDRLPTSFTCFSRLLLPEYASKEKLEKMLTTAIDNARGFGLC                        
>Acas_g8138                                                                     
MGPLALPSKQDTHIIVRTADSFGNERDTGGPAVFRLAAKGVSAKSGLPWERDIHVDVQDSGDGSYKLTFRPKSGINELCL
FYRNEEDEQPLPNGQWVINVLKPKQMAALETNVEKKRFFFKTTQRGSTLWVFITEKPPLVFASKERNVFYATYHAFVNRV
VASKSFEERQQLLFAELRKAGGGYTTQVQADRADMVQTLLRLGRTLSVDQWKGRWQITFQGEPGYDAGGLLREFFAVMGR
EAFRPEARLFSPLSDESATCGVHPCPSRPKLKSKPKSKANDASSKGKDKAADHDSSGDDQKKTKKTKVKKEGSKRKGLLG
WLGGGAKDDESADVQKEKEALELYKAAGLFLAKTVWDAAVHGSPHLVDVRFTRSFRKQLLGLPPHFTDWQTDDPQASRPR
ASRFYMSKVKYLLDNDPRDLELTFTEEVFDQSGAPAGEVELKPGGRDIAVTELNRHEYLHLLAEYRLLKSAEARIGAFKE
GFHSLITEELICMFDENELELLFNGLPSIDLAEFKAAVQYNSWRAGDEVVRWFWAAVESFSEEERARLLQFITGSSQLPL
GGFGALTSPISINKIYGTDTLPQASTCFNRFNLPSYTSYSVLSERLLYAINEGSQGFGFA                    
>Acas_g14292                                                                    
VQDSGDGSYKLTFRPKSGINELCLFYRDDEDEQPLPNGQWVINVLKRLSSDSAAKQMAALETNVEKKRFFFKTTQRGSTL
WVFITEKQVAIYSYLLGIVPRRLQAARLHRTLKVSIDPASATDFSLDMDDGQPPLVFASKERNVFYATYHAFVNRVVASK
SFEERQQLLFAELRKAGGGYTTQVQADRAEMVQTLLRLGRTLSVDQWKGRWQITFHDEPGYDAGGLLREFFAVMGREAFR
PEARLFAPLSDESATCGVHPCPSRPKLKSKSKAKANDASSKGKDKAADHDSSGDDQKKKKMKKTKAKKEGSKRKGLLGWL
GGGAKDDESADVQKEKEALELYKAAGLFLAKTVWDAAVHGSAHLVDVRFTRSFRKQLLGLPPHFTDWQTDDPRHLAHASS
RFYMSKVKYLLDNDPSDLELTFTEEVFDQSGAPVGEVELKPGGRDIAVTELNRHEYLHLLAN                  
>Acas_g14744                                                                    
KANEQGRIVPYTEFYNAAVSERVNLAKEYKTWKSGNKLLFSLCRYPFLFSTTAKINILHIHAEHEMGIQVNQAYAQALSG
QDGTLPVLVIVVRRRLLIQDALAQLLAASPQDLKKPIRVIFAGEEAIDQGGVTKEFFHLAVHELFDPNYGMFTCHAENTT
YWFNPGSLENEQNFRLVGLILGLAIYNGVILDIHFPMVIYKQLLQGIEAPVTLDDLKD                      
>Acas_g15611                                                                    
GPYQETISQLCSELQPEEAMEPGSESTSTSTSTSTSTAEQQSDQQQPEEVLPLFVPCPNRQQAMQTIGVGENRDKFILKP
SSNSPEHLRMFEFLGKLMGVAARTKSILSLNLPALFWKPLVGVEPTLQDLKAIDYSTMESLQRMTEMDKDLFQASILENF
TTSLSDKTI                                                                       
>Acas_g16332                                                                    
AGDEVVRWFWAAVESFSEEERARLLQFITGSSQLPLGGFGALTSPISINKIYGTDTLPQASTCFNRFNLPSYTSYAVLSE
RLLYAINEGSQGFGFA                                                                
>Acas_g18392                                                                    
YVDLYVRWYLKDSIAAQFEAFLSGFRLVCESRAFDMFRAEELEQLVCGSPVLDFEELEKVTQYDNGYHQDHRVIKY    
>Atha_AT4G12570                                                                 
MTLSRSSADDSTNNANRSYSAVAGTDNKRKRDEDSSDYVGVAESLEMLKKQEIDADHMAASAQQTLISWRSGENSRSLSS
SGECSSSNRPESTRLQIFVRMMSGGKTIVIHAEKYDTVEKLHQRIEWKTKIPALEQRVIYKGKQLQRENSLTYYSIEQDA
SLQLVARMQSTEHPVAWQTIDDIMYTISRMYKGENLQSNINEKIVTFFAMIPVESDESIAKYLNIFSNSSVPAALVMLYA
SSLERNKSCAKSSVKLFLSNCVALPKNQKNYCLPIVLEFCKLLRKVCPDQKLYVTCRNTLGSMLETFDNPHGVYNDQYET
FGVEIFPFFTELTGLLLNELAQNSGPSFCDFQKVSSFWQQLRKVIELKVAFPIPIVLPMQSTALEAEIRHLHRLFGSLLT
TMDLCMCRVESSLADKEVGNSETMSSSWSQYLSILKIINSMSNIYQGAKGQLAVMLNKNKVSFSALVVKFAKRGDDHQWI
FEYKEATNFEARRHLAMLLFPDVKEDFEEMHEMLIDRSNLLSESFEYIVGASPEALHGGLFMEFKNEEATGPGVLREWFY
LVCQEIFNPKNTLFLRSADDFRRFSPNPASKVDPLHPDFFEFTGRVIALALMHKVQVGVLFDRVFFLQLAGLKISLEDIK
DTDRIMYNSCKQILEMDPEFFDSNAGLGLTFVLETEELGKRDTIELCPDGKLKAVNSKNRKQYVDLLIERRFATPILEQV
KQFSRGFTDMLSHSVPPRSFFKRLYLEDLDGMLRGGENPISIDDWKAHTEYNGFKETDRQIDWFWKILKKMTEEEQRSIL
FFWTSNKFVPVEGFRGLSSKLYIYRLYEANDRLPLSHTCFYRLCIPRYPTITLMEQRLRLIAQDHVSSSFGKW*      
>Atha_AT4G38600                                                                 
METRSRKRAEATSAAPSSSSSSPPPPPSASGPTTRSKRARLSSSSSSSLAPTPPSSSTTTRSRSSRSAAAAAPMDTSTDS
SGFRRGGRGNRGNNNDNSDKGKEKEHDVRIRERERERDRAREQLNMDAAAAAARSADEDDDNDSEDGNGGFMHPNMSSAS
SALQGLLRKLGAGLDDLLPSSGIGSASSSHLNGRMKKILSGLRAEGEEGKQVEALTQLCEMLSIGTEDSLSTFSVDSFVP
VLVGLLNHESNPDIMLLAARALTHLCDVLPSSCAAVVHYGAVSCLVARLLTIEYMDLAEQSLQALKKISQEHPTACLRAG



ALMAVLSYLDFFSTGVQRVALSTAANMCKKLPSDASDYVMEAVPLLTNLLQYHDSKVLEYASICLTRIAEAFAPYPEKLD
ELCNHGLVTQAASLISTSNSGGGQASLSVSTYTGLIRLLSTCASGSPLGFRTLLLLGISSILKDILLGSGVSANASVSPA
LSRPADQIYEIVNLANELLPPLPEGVISLPTSTNALVKGSCQKKSSPSTSGKQEDILKISPREKLLGDQPELLQQFGLDL
LPVLVQIYGSSVNGTIRHKCLSVIGKLMYFSSSEMIQSLIGDTNISSFLAGVLAWKDPQVLVPALQVAEILMEKLPETFS
KVFVREGVVHAVDQLVLVGKPSHASPTDKDNDCVPGSARSRRYRRRSSNANSDGNQSEEPKNPASLTIGANHNSLDTPTA
SFMLRETVSSCAKAFKDKYFPSDGGDVDVGVTDDLLHLKNLCTKLTAGIDDHKVKGKGKSKASGPFLGDFSASKEEYLIG
VISEILGEISKGDGVSTFEFIGSGVVAALLNYFSCGYFSKEKISELNLPKLRQEGLRRFKAFLEVALPFDGNEGKVPPMT
VLIQKLQNALSSLERFPVVLSHPSRSLSGSARLSSGLSALAHPLKLRLCRASGEKTLRDYSSNIVLIDPLASLAAVEEFL
WPRVQRSESALKPAAPIGNTEPGTLPSGAGVSSPSSSTPASTTRRHSSRSRSAINIGDTSKKDPVHEKGTSSSKGKGKGV
MKPAQADKGPQTRSNAQKRAVLDKDTQMKPASGDSSSEDEELEISPVDIDDALVIEEDDISDDEDDDNEDVLDDSLPMCT
PDKVHDVKLADSVDDDGLATSGRQMNPASGGTSGAAAARASDSIDTGIGNSYGSRGALSFAAAAMAGLGAASGRGIRGSR
DLHGRTLNRSSDEPSKLIFTAAGKQLSRHLTIYQAVQRQLMLDEDDDDRFGGSDLVSSDGSRFNDIYTIMYQRPDSQVNR
LSVGGASSTTPSKSTKSATTNSSVESQSHRASLLDSILQGELPCDLEKSNSTYNVLALLRVLEGLNQLCPRLRAQTLSDR
FAEGKITSLDDLSTTAAKVPLDEFVNSKLTPKLARQIQDALALCSGSLPSWCYQLTRACPFLFPFQTRRQYFYSTAFGLS
RALNRLQQQQGADGSGSTNEREMRIGRLQRQKVRVSRNRILDSAAKVMEMYSSQKAVLEVEYFGEVGTGLGPTLEFYTLL
SHDLQKASLGMWRSSSGDKVSMQIGRDEIEDGKPSAANRDIVLAPLGLFPRPWPSTADISEGGQFHKVIEYFRLLGRVMA
KALQDGRLLDVPLSTAFYKLILGQELDLHDIVLFDAELGKTLQELRVVVARKHYLEGVGGDNSSTISDLCLRGCRIEDLS
LEFTLPGYPEYILRSGDEIVDITNLEEYISLVVDATVKRGVTRQIEAFRSGFNQVFDITSLQIFTPSELDYLLCGRRELW
EVETLAEHIKFDHGYNAKSPAIINLLEIMGELTADQQRAFCQFVTGAPRLPPGGLAVLNPKLTIVRKHSSTSSAAANGAG
ASETADDDLPSVMTCANYLKLPPYSTKEIMYKKLLYAINEGQGSFDLS*                               
>Atha_AT1G55860                                                                 
MAIAEEVTVFAETSLGTRIVMAVPLDITAADFKRKLEKTHASCLSSVGEIEVHGLMVKRKSRFYHLVESVPIRYIFLDNQ
KPWFIHAEARVVSRSQESSVSNSIDKTHIRHCHGSDNSIERVTALIQGKDKKIKKSRAKSDSRNVASGQETCLDKREYLG
PSTSEPETIKSLPSIARVAEMKNSECFKSFTPKPPERKPVDSESESIGKRITVAANNIRMQGKTHNSSSLSSSIFRSNSC
RNRSLDGKIITSLAKFMVFEPSKIKSFINSVTSVPLELIHEPLACFRWEFDKGDFHHWVDLFNYFDTFFEKHVQVRKDLH
IEENFEESDPPFPKDAVLQVLRVIRVVLENCTNKHFYSSYEQHLSLLLASTDADVVEACLQTLAAFLKRQIGKYSIRDAS
LNSKLFSLAQGWGGKEEGLGLTSCAAENSCDQVSLQLGRTLHFEFYPSDESPSELPGGLQVIHVPDVSICAESDLELLNK
LVIDHNVPPSLRFALLTRMRFARAFSSLATRQQFTCIRLYAFVVLVQASGDTENVVSFFNGEPEFVNELVTLVSYEDTVP
EKIRILCLLSLVALSQDRTRQPTVLTAVTSGGHRGLLSGLMQKAIDSVVCITSKWSLAFAEALLSLVTVLVSSSSGCSAM
REAGLIPTLVPLIKDTDPQHLHLVSAAVHILEAFMDYSNPAAALFRDLGGLDDTIFRLKLEVSRTEDDVKEKNCSSDSNG
PDTEQLPYSEALISYHRRLLLKALLRAISLGTYAPGNTNLYGSEESLLPECLCIIFRRAKDFGGGVFSLAATVMSDLIHK
DPTCFNALDSAGLTSTFLDAISDEVICSAEAITCIPQCLDALCLNNSGLQAVKDRNALRCFVKIFTSPSYLRALTGDTPG
SLSSGLDELLRHQSSLRTYGVDMFIEILNSMLIIGSGMEATTSKSADVPTSAAPVPMEIDVDEKSLAVSDEAEPSSDTSP
ANIELFLPDCVCNVARLFETVLQNAEVCSLFVEKKGIDAVLQLFSLPLMPLSTSLGQSFSVAFKNFSPQHSAGLARIVCS
YLREHLKKTKILLVSIEGTQLLKLESAIQTKILRSLSCLEGMLSLSNFLLKGSASVISELSAADADVLKELGITYKQTIW
QMALCNDTKEDEKKSVDRGSDNSVSASSSTAERESDEDSSNALAVRYTNPVSIRSSSSQSIWGGDREFLSIVRSGEGIHG
RTRHAIARMRGGRTRRHLESFNFDSEIPADLPVTSSSHELKKKSTEVLIAEILNKLNCTLRFFFTALVKGFTSANRRRID
GASLSSASKTLGTALAKVFLEALNFDGYGAAAGHEKSLSVKCRYLGKVVDDITFLSFDTRRRVCFTAMVNSFYVHGTFKE
LLTTFEATSQLLWTVPFSIPASSTENEKPGERNIWSHSKWLVDTLQNYCRALDYFVNSTYLLSPTSQTQLLVQPASVGLS
IGLFPVPREPETFVRNLQSQVLDVILPIWNHPMFPDCNPNFVASVTSLVTHIYSGVVDARENRSGVTRGINQRALPLQLD
ESIVGMIVEMGFSRSRAEIALRRVGTNSVEMAMDWLFTNPEQPVQEDDELAQALALSLGNSSETPKLEDTEKPVDVPQEE
AEPKEPPVDEVIAASVKLFQSDDSMAFPLMDLFVTLCNRNKGEDRPKIVSYLIQQLKLVQLDFSKDTGALTMIPHILALV
LSEDDNTREIAAQDGIVTVAIGILTDFNLKSESETEILAPKCISALLLVLSMMLQAQTKLSSEYVEGNQGGSLVPSDSPQ
DSTAALKDALSSDVAKGESNQALELIFGKSTGYLTMEEGHKALLIACGLIKQHVPAMIMQAVLQLCARLTKSHALAIQFL
ENGGLSSLFNLPKKCCFPGYDTVASVIVRHLVEDPQTLQIAMETEIRQTLSGKRHIGRVLPRTFLTTMAPVISRDPVVFM
KAVASTCQLESSGGRDFVILSKEKEKPKVSGSEHGFSLNEPLGISENKLHDVSGKCSKSHRRVPANFIQVIDQLIDLVLS
FPRVKRQEDGETNLISMEVDEPTTKVKGKSKVGEPEKASSSRVGEPEKAEIPEKSEELARVTFILKLLSDIVLMYSHGTS
VILRRDTEISQLRGSNLPDDSPGNGGLIYHVIHRLLPISLEKFVGPEEWKEKLSEKASWFLVVLCSRSNEGRKRIINELS
RVLSVFASLGRSSSKSVLLPDKRVLAFANLVYSILTKNSSSSSSNFPGCGCSPDVAKSMMDGGTIQCLTSILHVIDLDHP
DAPKLVTLILKSLETLTRAANAAEQLKSEVPNEKKNRDSDERHDSHGNSTETEADELNQNNSSLQQVTDAAGNGQEQAQV
SSQSAGERGSSQTQAMPQDMRIEGDETILPEPIQMDFMREEIEGDQIEMSFHVENRADDDVDDDMGDEGEDDEGDDEDAD
LVEDGAGVMSLAGTDVEDPEDTGLGDEYNDDMVDEDDDDFHENRVIEVRWREALDGLDHFQILGRSGGGNGFIDDITAEP
FEGVNVDDLFALRRPLGFERRRQTGRSSLDRSGSEVHGFQHPLFSRPSQTGNTASVSASAGSISRHSEAGSYDVAQFYMF
DTPVLPFDQVPVDPFSARLAGGGAPPPLTDYSVVGMDSSRRGVGDSRWTDIGHPQPSSLSASIAQLIEEHFISNLRASAP
VNTVVERETNTTEIQEQLHPDVPPSVGSETVLGDGNEGGQQSEERELLNNNENVNNPPDVMAESFAQGQANLASPVSQDT
GESLQQLEVMQPLPLNSTPNEIDRMEVGEGDGAPIDQVDHEAVHLISTAQGQPDTSSIQNVSVTAIAPPVDDPDSNFQPS
VDVDMSSDGAEGNQSVQPSPLDGDNNELSSMEATENVRNDEQVEEGSLDGRAPEVNAIDPTFLEALPEDLRAEVLASQQA
QSVQPPTYEPPPVDDIDPEFLAALPPDIQTEVLAQQRAQRMVQQSQGQAVDMDNASIIATLPADLREEVLLTSSEAVLAA
LPSPLLAEAQMLRDRAMSHYQARSSVFGSSHRLNNRRNGLGYNRLTGMDRGVGVTIGQRAVSSSADGLKVKEIEGDPLVN
ADALKSLIRLLRLAQPLGKGLLQRLLLNLCAHSFTRANLVQLLLDMIRPEMETSPSELAITNPQRLYGCQSNVVYGRSQL
LNGLPPLVFRRVLEVLTYLATNHSAVADMLFYFDSSLLSQLSSRKGKEKVTHVTDSRDLEIPLVVFLKLLNRPQLLQSTS
HLGLVMGLLQVVVYTAASRIEGWSPSSGVPEKLENKPVGEEASSETRKDAESELVGEADLSVARRKNCAEIYNIFLQLPQ



SDLCNLCILLGYEGLSDKIYSLAGEVLKKLAAVDVAHRKFFTKELSELASSLSSSTVRELATLSSKQKMSRSTGSMAGAS
ILRVLQVLSSLTSPIDESNVGTERETEQEEQNIMQRLNVALEPLWHELSQCISMTELQLDHTAAASNINPGDHVLGISPT
SSLSPGTQRLLPLIEAFFVLCEKIQTPSMLQQDTNVTAGEVKESSAHGSSSKTSVDSQKKTDGSVTFSKFAEKHRRLLNS
FIRQNPSLLEKSLSMMLKAPRLIDFDNKKAYFRSRIRHQHDQHISGPLRISVRRAYVLEDSYNQLRMRSPQDLKGRLNVQ
FQGEEGIDAGGLTREWYQLLSRVIFDKGALLFTTVGNDATFQPNPNSVYQTEHLSYFKFVGRMVAKALFDGQLLDVYFTR
SFYKHILGVKVTYHDIEAVDPDYYKNLKWLLENDVSDILDLTFSMDADEEKHILYEKTEVTDYELKPGGRNIRVTEETKH
EYVDLVAGHILTNAIRPQINAFLEGFNELIPRELVSIFNDKELELLISGLPEIDFDDLKANTEYTSYTAGSPVIHWFWEV
VKAFSKEDMARFLQFVTGTSKVPLEGFKALQGISGPQRLQIHKAYGAPERLPSAHTCFNQLDLPEYQSKEQLQERLLLAI
HEASEGFGFA*                                                                     
>Atha_AT1G70320                                                                 
MKLRRRRASEVPTKISLFINSVTSVPLELIQEPLASFRWEFDKGDFHHWVDLFYHFDTFFEKHVKVRKDLRIEEEFDESD
PPFPKDAVLQVLRVIRLVLENCTNKQFYTSYEQHLSLLLASTDADVVEACLQTLAAFLKRPTGKYSIRDASLNLKLFSLA
QGWGGKEEGLGLTSCATEHSCDQLFLQLGCTLLFEFYASDESPSELPGGLQVIHVPDVSMRSESDLELLNKLVIDHNVPP
SLRFALLTRLRFARAFSSLATRQQYTCIRLYAFIVLVQASGDTENVVSFFNGEPEFVNELVTLVSYEDTVPAKIRILCLQ
SLVALSQDRTRQPTVLTAVTSGGHRGLLSGLMQKAIDSVICNTSKWSLAFAEALLSLVTVLVSSSSGCSAMREAGLIPTL
VPLIKDTDPQHLHLVSTAVHILEVFMDYSNPAAALFRDLGGLDDTIFRLKQEVSRTEDDVKEIVCCSGSNGPEDDTEQLP
YSEALISYHRRLLLKALLRAISLGTYAPGNTNLYGSEESLLPECLCIIFRRAKDFGGGVFSLAATVMSDLIHKDPTCFNA
LDSAGLTSAFLDAISDEVICSAEAITCIPQCLDALCLNNSGLQAVKDRNALRCFVKIFSSPSYLKALTSDTPGSLSSGLD
ELLRHQSSLRTYGVDMFIEILNSILIIGSGMEATTSKSADVPTDAAPVPMEIDVDEKSLAVSDEAEPSSDTSPANIELFL
PDCVCNVARLFETVLQNAEVCSLFVEKKGIDTVLQLFSLPLMPLSTSLGQSFSVAFKNFSPQHSAGLARILCSYLREHLK
KTNNLLVSIEGTQLLKLESAVQTKILRSLSCLEGMLSLSNFLLKGSASVISELSAANADVLKELGITYKQTIWQMALCND
TKEDEKKSVDRASDNSVSASSSTAERESDEDSSNALAVRYTNPVSIRSSSSQSIWGGHREFLSVVRSGRGVHGHTRHAIA
RMRGGRTRRHLESFNFDSEIPADLPVTSSSHELKKKSTEVLIAEILNKLNCTLRFFFTSLVKGFTSANRRRIDGPSLSSA
SKTLGTALAKVFLEALNFQGYGAAAGPDTSLSLKCRYLGKVVDDITFLTFDTRRRVCFTAMVNSFYVHGTFKELLTTFEA
TSQLLWKVPFSIRASSTENEKSGERNLWSHSKWLVDTLQNYCRALDYFVNSTYLLSPTSQTQLLVQPASVDLSIGLFPVP
REPETFVRNLQSQVLEVILPIWNHPMFPDCNPNFVASVTSLVTHIYSGVVDTRENRSGATQGTNQRALPLQPDEAIVGMI
VEMGFSRSRAEDALRRVGTNSVEMAMDWLFTNPEDPVQEDDELAQALALSLGNSSETPKLEDTEKPVDVPQEEAEPKEPP
VDEVIAASVKLFQSDDSIAFPLVDLFVTLCNRNKGEDRPKIVFYLIQQLKLVQLDFSKDTGALTMIPHILALVLSEDDNT
REIAAQDGIVAVAIGILTDFNLKSESETDILAPKCISALLLVLSMMLQAQTRLSSEYVEGNQGGSLVLSDSPQDSTAALK
DALSSDVAKGESNQALESMFGKSTGYLTMEESSKVLLIACGLIKQRVPAMIMQAVLQLCARLTKSHALAIQFLENGGLSS
LFNLPKKCFFPGYDTVASVIVRHLVEDPQTLQIAMETEIRQTLSGKRHIGRVLPRTFLTTMAPVISRDPVVFMKAVASTC
QLESSGGTDFVILTKEKEKPKVSGSEHGFSLNEPLGISENKLHDGSGKCSKSHRRVPTNFIQVIDQLIDIVLSFPGLKRQ
EGEAANLISMDVDEPTTKVKGKSKVGEPEKAELGSEKSEELARVTFILKLLSDIVLMYLHGTSVILRRDTEISQLRGSNL
PDDSPGNGGLIYHVIHRLLPISLEKFVGPEEWKEKLSEKASWFLVVLCSRSNEGRKRIINELTRVLSVFASLGRSSSQSV
LLPDKRVLAFANLVYSILTKNSSSSNFPGCGCSPDVAKSMIDGGTIQCLTSILNVIDLDHPDAPKLVTLILKSLETLTRA
ANAAEQLKSEVPNEQKNTDSDERHDSHGTSTSTEVDELNQNNSSLQQVTDAVDNGQEQPQVSSQSEGERGSSLTQAMLQE
MRIEGDETILPEPIQMDFFREEIEGDQIEMSFHVEDRADDDVDDDMDDEGEDDEGDDEDADSVEDGAGVMSIAGTDVEDP
EDTGLGDEYNDDMVDEDEEDEDEYNDDMVDEDEDDEDEYNDDMVDEDEDDFHETRVIEVRWREALDGLDHFQIVGRSGGG
NGFIDDITAEPFEGVNVDDLFALRRSLGFERRRQTGRSSFDRSGSEVHGFQHPLFSRPSQTGNTASVSASAGSISRHSEA
GSYDVAQFYMFDSPVLPFDQVPVDPFSDRLGGGGAPPPLTDYSVVGMDSSRRGVGDSRWTDVGHPQPSSLSASIAQLIEE
HFITNLRASAPVDTVVERETNTTEVQEQQQPDVPPSVGSETVLGDGNEGGEQSEEHELLNNNEVMHPLPLNSTPNEIDRM
EVGEGGGAPIEQVDREAVHLISSAQGQSDTSGIQNVSVTAIPPPVDDPDSNFQPSVDVDMSSDGAEGNQSVQPSPLDGDN
NELSSMEATQDVRNDEQVDEGSLDGRAPEVNAIDPTFLEALPEDLRAEVLASQQAQSVQPPTYEPPSVDDIDPEFLAALP
PEIQREVLAQQRAQRMLQQSQGQPVDMDNASIIATLPADLREEVLLTSSEAVLAALPPPLLAEAQMLRDRAMRHYQARSR
VFGSSHRLNNRRNGLGYRLTGMERGVGVTIGQRDVSSSADGLKVKEIEGDPLVNADALKSLIRLLRLAQPLGKGLLQRLL
LNLCAHSFTRANLVQLLLDMIRPEMETLPSELALTNPQRLYGCQLNVVYGRSQLLNGLPPLVFRRVLEVLTYLATNHSAV
ADMLFYFDSSLLSQLSSRKGKEKVTHETDSRDLEIPLVVFLKLLNRPQLLQSTSHLALVMGLLQVVVYTAASRIEGWSPS
SGVPEKLENKPVGEEASSETQKDAESELSVARRKNCAELYNIFLQLPQSDLCNLCMLLGYEGLSDKIYSLAGEVLKKLAA
VDVTHRKFFTKELSELASGLSSSTVRVLATLSTTQKMSQNTCSMAGASILRVLQVLSSLTSTIDDSNVGTDKETDQEEQN
IMQGLKVALEPLWQELGQCISMTELQLDHTAATSNVNPGDHVLGISPTSSLSPGTQSLLPLIEAFFVLCEKIQTPSMLQQ
DATVTAGEVKESSTHGSSSKTIVDSQKKIDGSVTFSKFVEKHRRLLNSFVRQNPSLLEKSFSMMLKAPRLIDFDNKKAYF
RSRIRHQHDQHISGPLRISVRRAYVLEDSYNQLRMRSPQDLKGRLNVQFQGEEGIDAGGLTREWYQLLSRVIFDKGALLF
TTVGNDATFQPNPNSVYQTEHLSYFKFVGRMVAKALFDGQLLDVYFTRSFYKHILGVKVTYHDIEAVDPDYYKNLKWLLE
NDVSDILDLTFSMDADEEKHILYEKTEVTDYELKPGGRNIRVTEETKHEYVDLVADHILTSAIRPQINAFLEGLNELIPR
ELVSIFNDKELELLISGLPEIDFDDLKANTEYTSYTVGSPVIRWFWEVVKAFSKEDMARFLQFVTGTSKVPLEGFKALQG
ISGPQRLQIHKAYGSPERLPSAHTCFNQLDLPEYQSKEQVQERLLLAIHEANEGFGFA*                     
>Atha_AT3G53090                                                                 
MDLNRKHKVSLRGASSGEISRDALLAKVSQERELRSYARRANAASLFIQRVWRSYIVRKKAAIEIQEEWENLLSCHSVTL
TKSWVSSRVLRPFLFFVRSLSVQHQKIQAREIHCMQTCFKILLESINSNDQGYNFCSLAVGTSEDSKTWACQTRRMVSLC
SFLLTECNYSQERIKDVIGVNALLLRILIVLTDPKSWKIITNENFEDAETAKKIIIQFIGSCKSGYYSAVRRYIKTLTKH
TDERLVITTSAVTLALRPFHVKQPAFVDDNQPDTNLAVEEYVSLILTIPRLVCYLPSALIRALKHKSILMPSFHTILLLK
DKILNIISEMENSEKQSCTMEIPSVGWVIGNIISLATVSETDFMDPQESNPEMFYVLYVHVIVTLAENLLSQVESVGIQD



IHLDIEATSNETEKGNSVKISFVEMLRPVCQQWHLAKLLAASGKEIRVIADKDASTSSKKGSETLGLLDIARLYSCMLRI
FCVMNPVLGPLPVLNMLSFCPGYIVSLWNSLESVLLPENGCTADDASHGSAKTSWNTRSPSEKKLKHLKNDSVNKWVNVL
NKFSGKSPGPREHVECTSDQPGSGQVNESTNDVWDVETLRGGPVGISKEVSCLLHLFCATYAHLLVVLDDIQFYEKQVPF
MLEKQQRIASMLNTLVYYGLLRGTGPESRQLMDSAIRCLHLLYERDCRHPFCASALWLSPGRTSRPPIAFAARTHEVLPT
SDVLTTPSMGSVITITPHVFPFEERVHVFREFISKDKASRKMAGEVDAPGARSIEIVVRRGHVVEDGFQQLNSIGSRLKS
SIHVSFVNESGLPEAGLDYGGLSKEFLTDITKAAFATEYGLFSQTPTSDRLLVPSPSARHLENGIQMIEFLGRIVGKALY
EGILLDYSFSHVFIQKLLGRYSFIDELSGLDPELYRNLMYVKHYDGDLKELCLDFTVTEEFCGKMSIIELKPGGKDTSVT
NENKMQYIHAMADYKLNRQIVPFSNAFYRGLTDLISPAWLKLFNAHEFNQLLSGGNHDIDVDDLRRNTKYTGGYSDSSRT
IKIFWEVMKGFEPSERCLLLKFVTSCSRAPLLGFKYLQPTFIIHKVSCDTSLWAAIGGQDVERLPSASTCYNTLKLPTYK
RASTMREKLLYAITSNAGFELS*                                                         
>Atha_AT3G17205                                                                 
MFFSGDPSTRKRVDLGGRSTKERDARKLLEQTRMERNRRLLQKQQNSAALKIQKFFRGRRSMAIERSKVRHDFCETYGNN
CQNVDRHCFEPGSSFLRQFLFFFKAQNSGDFVILVETCRLLQSFVDSSGDIVSLFSGLDYSSEHNLVDFRVKKLAFTCIE
AIHQNRNRLRDQLLVTPEEASISTAILMEAVSLLLDPKLPWVCKIVSYLQKRKVFKLVREMVTTAKESPRGKTMTGNILS
LERVLILIVPHIGREPCCCTVVDPRWSFSSMILTIPLIWKLFPNLKVVFANPSLSQHYIHQMASCIQKDTCVLPMETSPE
FPGYACLLGNTLDTANVVLSQPECSLDMAIDIALVATFFLETLPPVKSSEGESRQGSSDEDDMLIDDVPGLVLNKALEQQ
ITNAIDSRFLLQLTNVLFRQVSLGMQSYDEDKEALAIGTASSFLYAAFNTLPLERIMTILAYRTELVAVLWNYMKRCHEN
QKWSSMPKLLAYLPGDAPGWLLPLVVFCPVYKHMLMIVDNEEFYEREKPLSLQDIRLLIIILKQALWQLLWVNPLTQPNT
GKSVSNDLSKKNPIELIQNRMGIVVSELLSQLQDWNNRKQFTSSSDFQADSVNEYFISQAIMEGTRANYILMQAPFLIPF
TSRVKIFTTQLATARQSHGSQGIFARNRFRIRRDHILEDAYNQMSALSEDDLRSSIRVTFVNELGVEEAGIDGGGIFKDF
MEKITRAAFDVQYGLFKETADHMLYPNPGSGMIHEQHLQFFHFLGSLLAKAMFEGILVDIPFATFFLSKLKQKYNYLNDL
PSLDPELYRHLIFLKRYKGDISDLELYFVILNNEYGERTEEELLPGGQDMRVTNENVITFIHLVSNHRLNFQIRQQSSHF
LRGFQQLIPKEWIDMFNEHELQVLISGSVDSLDIDDLRNNTNYAGGYHAGHYVIDMFWEVMKSFSTENQKKFLKFVTGCS
RGPLLGFKYLEPAFCIQRAAGSASNESVDRLPTSATCMNLLKLPPYQSKELLETKLMYAISAEAGFDLS*          
>Atha_AT5G02880                                                                 
MENRGQKRMEVVEELPADKRACNSQDFRPSTSGSSVQAQANDTNPGHENVDADMDTSSSASPSSRSDEEEQEEQDKEDSD
YGSCDSDEEDPRQRVLQDYQRQRSSGDHGKLKSLLLNLTGETDPSGQLSRLTELCEVLSFSTEESLSSVMANMLSPVLVK
LAKHENNADIMLLAIRAITYLCDVYPPSVEFLVRHDTIPALCQRLLTIEYLDVAEQCLQALEKISRDEPVACLNAGAIMA
VLSFIDFFSTSIQRVAISTVVNICKQLSSESPSPFMDAVPILCTLLQYEDRQLVENVAICLTKIADQASESPAMLDQLCR
HGLINESTHLLNLNSRTTLSQPVYNGVIGMLRKLSSGSALAFRTLYELNIGYSLKEIMSTYDISHSVSSTHPINACSNQV
HEVLKLVIELLPASPVEDNQLASEKESFLVNQPDLLQQFGRDMLPVMIQVLNSGANVYVSYGCLSAIHKLTCLSKSGDIV
ELLKNTNMSSVLAGILSRKDHHVIVVALQVAEVLLEKYRDTFLNSFIKEGVFFAIEALLSSDRGQQNQGSADLSQKPVTK
EIVKCLCQSFERSLSSSSQTCKIEKDSVYVLATRIKEGFFGPEVFNSEKGLTDVLQNLKNLSVALSELMTVPIDAHVLHD
EKFFSIWNQIMERLNGRESVSTFEFIESGVVKSLASYLSNGLYQRKLSKGGPECDSLPFIGKRFEVFTRLLWSDGEATSS
LLIQKLQNSLSSLENFPIVLSQFLKQKNSFAAIPNGRCTSYPCLKVRFLKAEGETSLRDYSQDFVTVDPLCYLDAVDQYL
WPKVNIEPIDSVEAKDQAIECQSSQLQSTSISCQAESSSPMEIDSESSDASQLQGSQVEDQTQLPGQQNASSSETSSEKE
DAVPRLLFRLEGLELDRSLTVYQAILLHKLKSESEATNDSKLSGPHNITYERSAQLGDSRENLFPPGSMEDDEYRPFLSY
LFTHRLALRLKGSSHPPYDILFLLKSLEGMNRFLFHLISLERINAFGEGRLENLDDLRVQVRPVPHSEFVSSKLTEKLEQ
QLRDSFAVSTCGLPPWFNDLMDSCPCLFSFEAKSKYFRLAAFGSQKIRHHPQHLSSSNVHGEARPVTGSLPRKKFLACRE
NILESAAKMMELYGNQKVVIEVEYSEEVGTGLGPTLEFYTLVSRAFQNPDLGMWRNDCSFIVGKPVEHSGVLASSSGLFP
RPWSGTSTTSDVLQKFVLLGTVVAKALQDGRVLDLPLSKAFYKLILGQELSSFDIHFVDPELCKTLVELQALVRRKKLFA
EAHGDSGAAKCDLSFHGTKIEDLCLEFALPGYTDYDLAPYSANDMVNLDNLEEYIKGIVNATVCNGIQKQVEAFRSGFNQ
VFSIEHLRIFNEEELETMLCGECDLFSMNEVLDHIKFDHGYTSSSPPVEYLLQILHEFDREQQRAFLQFVTGSPRLPHGG
LASLSPKLTIVRKHGSDSSDTDLPSVMTCANYLKLPPYSSKEKMKEKLIYAITEGQGSFHLS*                 
>Mgut_mgv1a001314m                                                              
MRKDQNALPSSSNSSSSNSPSSTRPLPSWPRSSPAGDTHLQFFVRILSYHSLVVQADSSDTVRSIHEKIESITGISIFEQ
RLIYRGRQLQLEQTLAECKVQNDASLNLVGRMRSTGYPEAWHLINDVVSMIFRMYKTNPPSNRQNPKTLRTKLTNFVSDS
LKDPLRDSVKSREKLSGYLQIFNSSSATGALVMLYMSSCKTNKEEAEEAIKSFITSIKNSWKHFCLDTVLIVLEFCRLLN
KTAGIDDPLYCFCRRTLGEMAKEESIGIANKDIEKKKCLIGIHDIFPFVNELASKLSRDLMSSTEPTFFPRLSPKDVTDF
STFIEAMKIQIERRVGFGGPIRVPLTEELPLDYADNVIILHGIFTHLLSKLENVLVKIEEHVEWGQKKKEPDTHLLQWYE
YLRVLKELNSISKLYYGCEKVFWETMKRRKDVLCYLVVMCAKRKDDNNWILDCKELTNFEVRRCLAMFILPEVKDEYNDL
HEMLIDRAHLLEESYEYIVHADLDSLRAGLFMEFKNEEATGPGVLREWFFLVCQAIFNPQNALFVACPNDRRRFYPNPAS
KVDPLHLKYFSFSGKVIALALMHKVQVGIVLDRVFFLQLAGQTITLEDIKDADPYLYNSCKQILEMDPTTIDQDALGLTF
IDEKEELGARKVIELCPDGKNVIVNSKNRRRYIDSLIQHRFVTSISEQVAHFTEGFADIMSSNEIKRSFFRCLNHEDLDC
MLHGSENGISVEDWRAHTDYHGFVKTDLQISWFWEIVGNMTKEQKKILLFFWTSIKYLPVEGFSGLASRLYIYKTSEPID
RLPSSHTCFYRLCFPAYTTINDMQERLRIITQEHVGCSFGTW*                                     
>Mgut_mgv1a000078m                                                              
METRSRKRAEASTSAAVSGTPTRANKRTRLSAATTTTAATPTANTTPSISTRSRTGARSNSMDRNQEPSAAASASTTRSR
RGKNPSVNQNSDSNTNNRDSNNSDKGKEKEPEIRNRETERNLGLNIDSHEGEDDDNDSEGGVGMLHHNLTTASSALQGLL
RKLGAGLDDLLPSSAMGAASSSHQSGRLKKILSGLRADGEEGKQVEALTQLCEMLSIGTEDSLSTFSVDSFVPVLVGLLN
HENNPDIMLFAARALTHLVDVLPSSCAAVVHYGAVSCFVARLLTIEYMDLAEQSLQALKKISQEHPTACLRAGALMAVLS
YLDFFSTGVQRVALATAANMCKKLPTDASDFVMEAVPLLTNLLQYHDSKVLESASICLTRITEAFASSPEKLDELCNHGL



VTQAAALISSSNSGGGQALLSTSTYTGLIRLLSTCANGSPLGAKSLLLLGISGILKEILSGSGLVSSMSVSPALSKPPEQ
IFEIVNLANELLPPLPQGTISLPASSTLSIRGSLSAKKGHAGSSSKQESSNGNIQEVSAREKLLNDQPELLQQFGLDLLP
VLIQIYGSSVNGAVRHKCLSVIGKLMHFSSAERIQSLINGTNISSFLAGVLAWKDPQVLLPALQIAEILMEKLPGTFSKM
FVREGVVHAVETLILTGSTSSNEKDNDSITGSSSRSRRNRRRGGNSSSDANPAEDSRNPIPSIETPAVNSSLRVAVGACA
KTFKEKYFPSDPEATGTSATDDLVRLKNLCMKLNAGIDDHKTKSKGKSKASGPRFTDFSSSKEEHLVEVITEMLQELSRG
DGVSTFEFIGSGVVSSLLNYFTCGYFSKEKMSEANLPKLRQQASRRYRSFVSVALPSSVDEGSLVPMSILVEKLQNALSS
LERFPVMLSHGSRTSGSNSRLSSGLSALSNPFKLRLCRAQGEKSLRDYSSNVVLIDPLASLAAVEDFLWPRVQRSESGQM
PSVSAGNSESGATPVGTGVSSPSASTPATRRHSTRSRSSLNIGDSGKKDSPVEKNSSSGKAKGKAVLKPSQEEARGPQTR
NASRRRAALDEDNEMKPVEEDTSSEDEELDMSHVEIDDALVIEDDDISDDDDDEDDEDEDDDEDDDDNDDVLEDDSLPVC
MSSMVHDVKLGDSVEEPPIPAPSDTNNNPVCSSSSKGSAEFRSGSSFGSKGAMSFAAAAMAGLASGNNRGVREDRDRRGR
PLSVYKDSPRLIFTSAGRQLNRHLTIYQAIQRQLVVDEDEDDQFAGSDLVASDGSRLWSDIYTMTYQRADGQGERSPLGT
VSSTTPSKSAKSGSPSNSASDTSAHYVSLLDSILQGELPCDMERSNPTYNILALLRVLEGLNQLAPRLRVEQVTDKFSEG
KVSSLDELTITGVKVPSEDFINGKLTPKLARQIQDALALCSGALPSWCYQLTKACPFLFPFETRRQYFYSTAFGLSRALN
RLQQQQGADGHGSLGEREVRVGRLQRQKVRVSRNRILDSAAKVMEMYSSQKAVLEVEYFGEVGSGLGPTLEFYTLLSHEL
QKVGLGTWRSSSSFGRPSMEIEVDNSASAGGKDIIHAPLGLFPCPWPPNADTSAASQFSKAIEYYRLLGRVMAKALQDGR
LLDLPLSSAFYKLVLGHELDLHDIISFDAELGTTLQELQALVFRKQYLESVGSYNPEELRFRGASIEDLCLDFSLPGYPD
YILKPGDENVDMSSLGDYVSLVVDATVGTGIMRQMEAFRSGFNQVFDISTLQIFSPNELDYLLCGRRELWKAESLADHIK
FDHGYTSKSPAIVYLLEIMGEFTPDQQRSFCQFVTGAPRLPSGGLAALNPKLTIVRKHSSNTSNHANNGTGASESADEDL
PSVMTCANYLKLPPYSSKEVMYKKLLYAISEGQGSFDLS*                                        
>Mgut_mgv1a000776m                                                              
MFFTGDPSTRKRVDLGGRSSKERDRQKLLEQTRLERNRRLWVRQQNSAALKIQKCFRGRRVLEAERCKVREKFFLTYGQY
CQDVNRECFGPDSDFLYQLLFFFNPRYVADFSALVETCRLLLEFVHDSGDLISLFGGMGYSSKRGLVEYRIKSLAYACVR
AIYENRNQLKDQLFFAPEKSNTSANVLLEAIILLIDLRHPWACSTVCFLSKRNMYSMFREIILLGKKNIQGSTGSISSLE
RVLALIISHVDQASCTCSDSDPRWGFSSQILTTPFLWRLFPHLKEIFSAPRLSQHYAHQMALCVRDHTNVLPPDISSDFP
SYACLLGNLLETAGAAFVQPGSFAWAIDFTTVATSLLQALPPLQTSNQRGKDSTMGEDDMLVGDDLIEIVLNKDLDQQIF
SALDPHFLLQLTNMLFGGISPTSGSHKGRLDDKEVAAVGAACSFLHVTFNVLPLEQIMTVLAYRTELVPILWNFIKRCHE
NEMWSSLSEQSAYLPIGTPGWLLPLSVFCPVYKHMLMIVDNEEFYDQEKPLSLTEIRLLIVILRQVLWQILWLNPIATPD
FSKSANGSSAMKRHPLEFLQHRVCMVASELMSQLQDWNNRREFTSPSDFNADGANEIFMSQAMTENSRASDILKQAPFLV
PFTSRAKIFNSQLATKKETNGAHVIFTRHRFKIRRDHILEDAFSQLNALAEEDLRGMIRITFVNEFGVEEAGIDGGGIFK
DFMENITRAAFDIQYGLFKETSDHLLYPNPGSGLVHEQHLQFFHFLGTLLAKAMFEGILVDIPFATFFLSKLKQKYNYLN
DLPSLDPELYRHLIFLKHYGGQVSELELYFVIINNEYGEAKEEELRPGGKNIQVTNENVITFIHLVANHRLNIQIRPQSS
HFLKGFQQLIPRDWIDMFNEHELQLLISGSVDGFELEDLRAHTNYSGGYHEDHYVIQMFWEVIRSLSLANQRKFLKYASS
SLFCFQVYLMLWDPAKLRVPYTAELTDG*                                                   
>Mgut_mgv1a000005m                                                              
MKMKRRRALEVPLKIKTFINNVTATPLENIEEPLKSFSWEFDKGDFHHWVDLFNHFDTFFEKYIKPRKDLQLEDNFLESD
IPFPRDAILQILRVIRVILENCTNKHFYSSYEHHLSSLLASTDADVVEACLQTLAAFLKKSIGKYIIRDVSLNSRLFSFA
QGWGGKEEGLGLISCAIQNESDPIALELGSTLHFEFYAVNESSNEPTITEQQNRGLQIIHMPDVNARKDSDLELLNQLVL
EYKVPHDMRFSLLTRLRFARAFSSLDARQQYTCIRLYAFIVLVQACGDTDDLVSFFNAEPEFINELVTMLSYEDAVPEKI
RILSLLSLVALCQDRSRQPTVLTAVTSGGHRGILSSLMQKAIGSVVNNSSKWAVVFAEALLSLVTVLVSSSSGCSAMREA
GFIPTLLPLLKDTDPQHLHLVSTAVHVLEAFMDYSNPAAALFRDLGGLDDTISRLMVEVSHVENGPKHPSTLVDVGSSDV
GGSQVVMDTSTEPDSLHPLYSEALVSYHRRLLMKALLRAISLGTYAPGTTARMYGTEESLLPHCLCIIFKRAKDFGGGVF
SLAATVMSDLIHKDPTCFSVLEAAGLPSAFMDAIMDGVLCSAEAISCIPQCLDALCLNNNGLQAVKDRNALRCFVKVFTS
KMYMRALAADTSGSLSSGLDELMRHASSLRGPGVDMLIEILTKIAKIGSGLESASLSTDSPSCSIPVPMETESENRDVIS
MDDGDSCDPESSEQATDVVPDASSVNVESCLPDFISNAARLLETILQNSDTCRIFVEKKGIECVLQLFSLPLLPLSVSLG
QSIAVAFKNFSPQHSPSLARAVCSFLREHLKSTEELLSSINGSQLAQVEFSKRVKILRCLSTLEGILSLSNSLLKGTTTI
VSELGSADADVLKDLGKAYREILWQVSLCCESKAEEKRNVEMEPESADAGPSNVAGRESDDDANIPSIRYMNPVSIRNSS
HSQWGVERDFISVVRSTEGLSRRSRHSLARLRGGRTGRHLEAFQIEPEGGANSAETPPQGMKKRSPEVLVTDNLNKLAST
MRAFFTALVKGFTSPNRRRAETGSLTAASKSIGTALAKVFLEALSFPGHSSSSGVDIPLSVKCRYLGKVVDDMVALTFDS
RRRTCYTAMINKFYVHGTFKELLTTFEATSQLLWNVPYSICTSSSDHEKSGEGSKMSHSPWLLDTLQSHCRELEYFVNSG
LLLSSTSASQAQLLVQPVAVGLSIGLFPVPRDPEAFVRMLQSQVLDVILPVWNHQMFPNCNPGFITSIISLVTHVYSGVS
DVKQNRNGLPGAPNQRLMPPPPDEATIATIVEMGFSRARAEEALRRVETNSVEMAMEWLFSHAEDPVQEDDELARALALS
LGNSTETPKVDGADKSADVPTEEGHAKPPPIDDILAVAMKLFQCSDSMAFPLTDLLGTLCSRNKGEDRSKVMSYLVQQLK
LCPFDFSKDSCALGMISHIIALILSEDGSTRKIAAQNGVVLVAIDVLMNFMARTETEASKEFPVPKCVSALLLILDDLVQ
SRPKISGDADERKLPESFSGLSGNQSSSEAVEQKSVAADVENDESFKDGSAFEKILGKPTGYLTIEESHKVLVIACDLIK
RHVPPIIMQAVLQLCARLTKSHSLAVQFLESGGMVALFGLPRSCFFPGYDTLASAIVRHLLEDPQTLQTAMELEIRQTLS
GSRHAGRTSAKTFLTLMAPLISRDPGVFMRAVATVCQVESSGGRCIVVLSKDKDKDKEKLKASGSDAGVSTNEGIRITEN
KAHDGSNKYSKGHKKVSANLTQVIDFLLEIVSTYPSYGEDECRGHTSAMEVDEPTIKMKGKSKVGETVKLGPDSLSEKSA
TLAKVTFVLKLLSDILLMYVHVAGVILRRDLEMCQQRGSSHFESPGQGGIVHHVLHRLLPLSMDKSAGPDEWRDKLSEKA
SWFLVVLAGRSSEGRRRVVNELVKALSLFMNVESNSSMSSLLPDKKVLAFVDLVYSILSKNSSSGNLPGSGCSPDIAKSM
MDGGIVHCMSGILQVIDLDHPDAPKVVNLILKSLESLTRAASTSEQVLRADTLNKKKVNGSSERTDAQVVGTAASQELQS
TENRSFQHGLNGDGGLEAQPLDISQNDVDQNANSNLSVEQEMRIEEDQTNDTPMDLGVHYMREHMEESDALPDTDQIEMD
FHVENRVDDDMNEEEDDMSEDGEDDDDGEDEDEDIAEDGTGLMSLADTDVEDHDDTGLGDEYNDDMVDEEDDDFHENRVI



EVRWREALDGLDHLQVLGQPGTGGGLIDVSAEAFEGVNVDDFFGIRRSLGFERRRQANRTSYDRSVTEGTGLQHPLLLRP
SNPGDLVSIWSSAGNSSRDSEGLSAGNLDLAHFYMFDAPVLPHDNVPTNLFGDRLGGSAPAQLADFSVGLESLRGSGRRG
PGDGRWTDDGQPQGGGQAAAIAQAVEEQFISQLSNTDPAERQEGDPLVATDNQPALGVDNTDVQGQQNDQLAELQLSQEI
NPEIVAEQAGEGEQAMPSETGYDSMETGDENVIGREPVETSSGSVAQDRVPLDSCTIPSAGEGSDRSSGQDSQSSCHALI
VSGSDMPDPGNHHPSSVAESSDVDMNVTEVERDQSGPRLPLTEINLEEPSPQQNNLAVQDSGQIDESSLNNDSSNANAID
PTFLEALPEDLRAEVLASQQARPAPAPTYAAPRSEDIDPEFLAALPPDIQAEVLAQQRAQRIAQQSEGQPVDMDNASIIA
TFPADLREEVLLTSSEALLSALPSPLLAEAQMLRDRAMSYYHARSLFGGNQRLNNRANRFGFDRQSVMDRGVGVTIGRRT
SSIAENLKLNEIGGEPLLDANGLKALIRLLRLAQPLGKGLLQRLLLNLCSHNETRAILVRLLLGMIKPGTVGSGGVTSMN
TQRLYGCQSDVVYGRSQLCDGVPPLVLRRVLEILTYLATNHSGVSSLLFHFEGSNIPEFSHINHLEGKNEKGKDKIIGGQ
SHPSVSGSSQEGNIPLILLLRLLSEPLFLRSIAHLEQVMGLLQVVVYAAASKVDIESNTEDTTAPTETPSGNETATEVQK
DPHVMGVESSQLDQSTSASSSKSDVQKSTSTYDIFLLMPQSDLRNLCGLLGHEGLSDKVYTLSGDVLRKLASVAAAHRKF
FILELSELAQRLSSSAVHELITLRDTRMLGLSAGSMAGAAVLRVLQILSSLTSIGSDSDKDRVDDEEQEEHTNMLKLNVE
LEPLWKELSECINTMESELSQSSSSSVVPNVIVGEQTQGSSSASPSLPPGTQRLLPFIEGFFVLCEKLQANNSILQQDQS
NVTAREVKESAESSVTLSIKRMDSYRRFDGSVNFVRFAEKHRRLLNAFVRQNPGLLEKSLSIMLKAPKLIDFDNKRAYFR
SRIRQQHDQHLSGPLRISVRRAYILEDSYNQLRMRPSQDLKGRLNVHFQGEEGIDAGGLTREWYQLLSRVVFDKGALLFT
TVGNNATFQPNPNSVYQTEHLSYFRFVGRVVAKALFDGQLLDVHFTRSFYKHILGVKVTYHDIEAVDPDYYKNLKWMLEN
DVSDIPDLTFSMDADEEKHILYEKTEVTDYELKPGGRNIRVTEETKHEYVDLVADHILTNAIRPQINSFLEGFSELVPRE
LVSIFNDKELELLISGLPEIDLADLKANAEYTGYTTASNVVQWFWEVVEGFNKEDMARLLQFVTGTSKVPLEGFKALQGI
SGPQKFQIHKAYGAPERLPSAHTCFNQLDLPEYSSKEQLQGRLLLAIHEASEGFGFG*                      
>Mgut_mgv11b024345m                                                             
FLTELKPENHADSISLALFLHTLIVFTAPKSWAILRNPQFERLQPAMQKVCCNIQGHLVTHNFYKTMRDTTTSLLELIPN
TVTTKGVFTQWHELLGWHTPCAEPAQNQNVALIKKQFHMLWDHRCIKLLLGDLLKEINENYERIEFQPPPQPSTSNLLRR
ALERSSTRGAHLISGGSAGKQAKHHWRKLDNNDVVQHSGRIRNVHRAESFSPQRLRAKNIVQNPVFMSLHTLLLCLYRRD
CRRPFTPTNHWLIPEVKPSNFINDLEKAKRNAMLLLAKMPHIIPHDDRVKLFRKFVQNEKAVMGLTESACASPRSALIVI
HRDRIVEDGYRQLAAQPTHALKGVIRVRFINQQGLHEAGIDQDGVFKEFLEETIKKVFDPSLNLFKTTSDQRLYPSPISY
VQDNHLQLFEFVGRMLGKAVYEGIVVDVPFASFFLSQLLGQTQQALYSCMDELPSLDNELYRSLTFIKHYKQDVADLNLT
FSVDQDVMGKIVTHELHPGGKARVVTDHNKLVYIHYMAYFHMNTQIREQTQAFNRGFRSIVNPEWLSLFSPPELQRLISG
DTAPLDLRDLRKHTQYYGGFHDSHRVVGWLWDILAKDFTEEERKLFLKPPLLGFAHLEPPFSIRCVEVGDDEDTGDTIGS
VIRGFFTIRKKDPLNRLPTSSTCFNLLKLPNYQKKSTLRDKLRYAVSSNTGFELS*                        
>Mgut_mgv1a000436m                                                              
MTDPRKHQVSLRGKSAKEITRDALLERVNQERELRNYTRRANAAVVLIQRVWRRHHEMKLVALRLREEWEIMMNSRAGPL
TGKQIAREILRPFLFFINYLSVRRGTIGARDRDCMMNCFQILLEDITSKDVHQNFCSMVTGCIEDRRIWFQQSKKMISIC
LFILSVFDSSQRVQNAVLTSTAMRLSVLLTDPKGWNCINDDGRKDANAAAKNLVQFIGSKKSGLYNCIRKFIYKLEAPFS
SQELVSCQKDDIFLIVASAITLSLRPFHLTNIDMNDGSMTECAVEQYCISLLTIPWFPQRLPSILAPALRHKSVLSPCLR
TLLISKEKIFKELSEVDQLELTSKKMPCVGWALANIMYLATWSHTSATDSGKFVEDLDHSAYLHVVIILADKLLASLGNF
EQMTRKTEETQVDNYTSAVSVFEMDETNCGFSKLSYMDLFKPVYQQWHLKKLLDFVKEGFVCGTDDLSIGNQTYSWNYRL
LDIAYYYSCMLRLFSALNPVLKSLPVLNMLSFTPGFLFSLWEELEKSLFRGRKQIANSTSLCASRVSGDKNEGVSGTRQK
GLNKDAGNKWINVLQKFTGKSPAEDDYVDSVTSQSNLKQIEEPPSDEWDIEPLRRGPEGISKDIYHVLLLFCSSYSHLLL
VLDDIEFYDKQVPFKLEQQRKIASVLNTFAYNSVSLGISSEYRALLDSAVRCLHLLYERDCRHQFCHPSLWLSPGKSNRM
TIAVAARTHEVFSAADGATSSSMGSVITTMPHIFPFEERVRMFREFISMDKVSRRLAGEGTGPGSRSIEIVIRRDRIFED
GMQQLNSLGSKLKSAIHVSFVSESGLPEAGLDYGGLSKEFLTDISKAAFSPEYGLFSQTSTSDRLLIPNPTARFLDNGIQ
MVEFLGRIVGKALYEGILLDFYFSHVFVQKLLGRYSYVDELFTLDPELHRNLMYVKHYDGDVKDLCLDFTVTEESLGKRH
IIELKPGGKDICVTNENRLQYVYAMADYKLNQQILPFSNAFYRGLTDLISPSWLKLFNSSEFNQLLSGGDHDIDVDDLRK
NTQYTGGYSDGSRTVKLFWEVFAGLEPSERCMLLKFVTSCSRAPLLGFKHLHPAFTIHKVVCDVPLWASFGGHDVDRLPS
ASTCYNTLKLPTYKRASTLKAKLLYAINSNAGFELS*                                           
>Mgut_mgv1a000163m                                                              
MENRGQKRTEDVDELPADKRPCSSLEFRPSSSNSSPQTPMSTAHESQDGDMDTSSSTSGSLRSEGGEGEKESVYGSCDSD
NGVHDYYRHRIGNDQSKFKKMLSSLSEEVDESGQLALLTELCELLSFCSDSSLSSLMVDSFSPILVRLSRHESNPDIMLL
AIRALTYLCDVNSRSSGFLVRHDAVPVLCQRLMTMEFLDVAEQCLQALEKISREQPLACLQSGAIMAVLRYIDFFSTSVQ
RVALSTVFNICKKLSPESPALFMDAVPILCNLLQYEDRQLVESVASCLIKIGDQVRRSPDLLDEMCKPGLVQHTLHHIGL
NSRTTLSQPTYIGLVGLLVKLAAGSTVAFRTLFELNISNTCKDILSSYDLSHKVQSTLTVDGHHNRIHEVLKLLNELLPT
NSPEQDSQQKSEKEDFLFSHPDILKKFGVDLLPTLIQVVNSGMNLFMCYGCLSIINKLVHWTTSDGLHRLLQTANFSSFL
AGMFTRKDHHVILLALQIVDAIMLKLPHVYLNSFIKEGVPYSLYVLFSPDKDLKGSPVFDGIGVENDSALKPASRGVHRC
PCFAFDICQSSKSPENGTCKLEKDTVQILAKRIWISYFETESVNPEKGVTDVLQKLRTLSTALTVLVNESQEEATSSKLE
EDFFDLLHQIMSELKEEDYISTFEFVESGLIKSLVDYLSNGRHIGQEVTHAADHFCTMGKRFEVFGQLLMSCTDPASEKS
LILALIQRLQNALSSVENFPVIPSHAYRTRNYYATVPSGHCTPYPCLKVQFVREKEENCLRDYADDIVNVDPFVPLEEIE
GYLLPRVRNDKTVNSTLRSEDSKLKDSTCSPSPSDSSTPRAKSADDIAPMVDVDELQEVKPNVLSSPTNISSSAQKVMDA
VEDSVDQEGHNPLQQEASTSTDSEDTPASLQLYLEGQELNCKLTLYQSILKQQTGTEHDSMSIATLWSRVYKITYGRHAT
TERIHCKRSHDEFTLSLLCEKTFSQYTPYFCRMFLSNAEAEELGPSYDVISLLKSLEGINRLRFHLMSRETTRVFAEGRT
DDLNKLNSAICEVHQNEFVNKKLTEKLEQQMRNPIAASVGAMPAWCTLLMNWCPFLFGFEARCKYFHIAALGRLPNHTQS
TSHGNNGGGSSGRHQNPRKKILVHRNKILESAAHMMELHSRQKVVLEVEYSEEVGTGLGPTLEFYTLVCHEFQRSGLGMW
RDDCLVSLFGLFPRPWSPSSSSTVHSEVIKKFTLLGHIVAKAIQDGRLLDLPFAKAFYKLILGKELSLYDIQSFDPALGR



ALLEFQAVVERKQYLKSHCEDSSRDVDVLLRNTKIEDMCLDFSLPGYPDYVLASGLDSKMVNLHNLEEYVALMVDATTKS
GIARQVEAFKSGFDQVFPIRHLKVFTEEELERLLCGEHVIWNSDELLDHIKFDHGYTISSPPIANLLEIMKEFDLKQQRA
FLQFVTGAPRLPTGGLASLSPNLTIVRKHCSKGIDDDLPSVMTCANYLKLPPYSSKEVMREKLLYAITEGQGSFHLS*  
>Acoe_003_00437                                                                 
MYFSGDPSRKRVALGGKSSKETDARKLIEQAKLERRRRDELRIQNSKALKIQKCFRGRKVVQAERSKMREQFYINFGNRC
QKVDRGCFDTESEFLPQLLFLFDARNIGDVSVLVETCRILHQFVRDSGDVVSLFASTNYFSQRAIVDNRIKRLAYACLQA
VHQNRNQLKDQLLASPEMGDMPTVVLLEAVVIFTNLKQPWACKTVSYLSQKRALSLLRDIVRVGMESAKNQDVSRTVSSL
EQVLINIVCHKGSCGPDGDREVPETQQSESITRQISPCDAQNKERSPSICPNTDPYWSFSPQILSLPFLWRHFPSLKKVF
SSETLIERYIHQMAVCLHGDANVLPADISCEFPGYACLLGNMLEVAGSAFSRSNCSFDMAIDFAAVSAYMLEALPPMKSL
SRGSRRNSILNEDDMEIDEEHIVEHPTMNADLEQQIFNAIDPHLLQHMVSVLFKGVSLLNGSHRGVPQDKVVSAVGAMCA
FLHITFNTFPVERIMTGLAYRTELVPMLWKFMKHCHENQRWPSLSDLSANLPGDAPGWLLPLAVFCPVYKHMLMIVDNEE
FYEKEKPLALADIKSLIIILRHALWQLLWMVPAKSFNLIKSTTNLSGGKRLSVDFIQHRVSTVTSELLTQLEDWNNRRQF
TAPSDFHAQEAVDESFLSQAVIENTRAYEILRQAPFLVPFTSRVKIFTSQLRDARQRDGFARNRISIRRNRIFEDAFNKL
GEMSGADLRGLIRVSYVNEFGVEEAGIDGGGIFKDFMENITRTAFDMQYGLFKETSDHLLYPNPGSGLVHEQHLKFFHFL
GIVLGKAMLEGILVDIPFATFFLSKLKQKYNYLNDLPSLDPELYRHLIFLKYGEQTEEELLPGGKDMRVTNENLITFIHL
IANHRLNTQIRNQSSHFLRGFQQLIENEWISMFNEHELQLLISGSLEGMDVDDLRSYTHYNGGYDNKDYVIEMFWEVLKN
FSLENQKKFLKFVTGCSRGPLLGFKYLEPQFCIQRTATHASEEDLERLPTSATCMNLLKLPPYKSKIQLENKLLYAINAD
AGFDLS                                                                          
>Acoe_006_00259                                                                 
METRSRKRAEATSAAPTSSSSHSQSQSQQQQQQQQSTTTPPTTRASKRARRVSITNSSSSSPSTTPSASAVVSTVATRTR
LNLRSQDSSVVAPLPPPPPLPTRQMDSTTESSAPGNNRRESSSSGSGGRRGKNQVVSDREKDSDNKGKEKEPEVSRVRDR
ERDMERSLGLSIDGGVDDDNDSEGAVGILHQNLTSASSALQGLLRKLGAGLDDLLPSSAVASASSSHQSGRLKKILSGLR
ADGEEGRQVEALTQLCEMLCIGTEDSLSTFAVDSFVPILVGLLNHESNVDIMLLAARALTHLCDVLPSSCAAVVHYGAVS
CFCARLLTIEYMDLAEQCLQALKKISQEHPTACLRAGALMAVLSYLDFFSTGVQRVALSTAANMCKKLPSDAADFVMEAV
PLLTNLLQYPDSKVLEHASVCLTRIAEAFASSPEKLDELCNHGLVGQAASLISISNSGGGQASLSTPTYTGLIRLLSTCA
SGSPLGAKTLLHLGVSGTLKEILSGSGLIASISVSPALTRPPEQIYEIVNLADELLPPLPQGTISLPTSNFLVKGSGGKK
LLASSSEKQEAANGTMTEVSAREKLFQDQPELLQRFGMDLLPVLIQQIYGSSVNGPVRHKCLSVIGKLMYFSPADMIQSL
LSSTNISSFLAGVLAWKDPQVLIPALQIAEILMEKLPETFSRMFVREGVVHAVDTLIGTESSNAGIAQASSSENNDAVPG
TSTRSRRYRRRGTGSNPDGNSPDESKAPVSGNIGSSSAPIEIPTVNSSIRTAVSSYAKAFKEKYFPSDPGAAEIGVTDDL
LHLKNLCQKLNASDDQKTKAKGKSKASGLRTDHSADREEYFTKVVSEMLDELGKGDGVSTFEFIGSGVVAALLNYLSCGT
FSKERTSVANLPKLRQHALRRFKSFVAVSLPSGIIDGSEAPMTVLVQKLQNALSSLERFPVVLSHSSRSASGNARLSSGL
SALSQPFKLRLCRSPGDKSLRDYSSNIVLIDPLASLAAVEEFLWPRVQRGDSGQKPSAAAGNTDPGSGGAASSPFSTPPA
RRHSTRSRSSVTIGGATKKDPPQEGNASSSKGKGKAVLKSAPDEAKGVQTRNAARRRAASDKDAQMKPEQDSSSEDEELD
ISPVEIDDALVIEEDDLSEDEDDDHEEVLRDDSLPVCTPEKVHDVKLGDSAEDGTSASATSDSQMNPASASSTRTTTLRG
IGSAEFRSGSSFGSKGTMSFAAAAMAGLASASGRGAREGRDRRGLGGNSSDPPKLNFSAGGKQLNRHLTIYQAIQRQLVL
DEDNDGERYNTGSESLSSDGSRLWNDIYTITYQKADNQADRASAGGSSSATLSKSAKTSSTSNSNFDPSWQQTSLLDSIL
QAELPCDLEKSNPTYNILALLRVLDGLNQLAPRLRVQAVSDDFAEGKISSLDELSTIGAKVRSEEFINSKLTPKLARQIQ
DALALCSGSLPSWCYQLTKACFFLFPFETRRQYFYSTAFGLSRALHRLHQQQGADGHGSTNEREVRVGRLQRQKVRVSRN
RILDSAAKVMEMYSSQKAVLEVEYFGEVGTGLGPTLEFYTLLSHDLQKITLGMWRSSSSEKPAMDIDGDEQHVRKGDNIS
DGKKLESDYATGDRDVVLALLGLFPRPYPPNADVSDGSQISKVIEYFRLVGRVMAKALQDGRLLDLPLSTPFYKLVLGQE
LDLHDILSFDAEFGKVLQELQVLVCRKQHLETISGKDHEGIADLRFRGTPIEDLCLDFTLPGYPDYILKAGEDNVDINNL
EEYVSLVVDATVKSGIMRQVEAFRAGFNQVFDISSLQIFSPNELDYLLCGRRELWEAETLVDHIKFDHGYTAKSPTIVNL
LEIMGEFTPDLQRAFCQFVTGAPRLPPGGLAVLNPKLTIVRKHSSTTTNTASNGTSVSESADDDLPSVMTCANYLKLPPY
STKEIMYKKLLYAISEGQGSFDLSMETRSRKRAEATSAAPTSSSSHSQSQSQQQQQQQQSTTTPPTTRASKRARRVSITN
SSSSSPSTTPSASAVVSTVATRTRLNLRSQDSSVVAPLPPPPPLPTRQMDSTTESSAPGNNRRESSSSGSGGRRGKNQVV
SDREKDSDNKGKEKEPEVSRVRDRERDMERSLGLSIDGGVDDDNDSEGAVGILHQNLTSASSALQGLLRKLGAGLDDLLP
SSAVASASSSHQSGRLKKILSGLRADGEEGRQVEALTQLCEMLCIGTEDSLSTFAVDSFVPILVGLLNHESNVDIMLLAA
RALTHLCDVLPSSCAAVVHYGAVSCFCARLLTIEYMDLAEQCLQALKKISQEHPTACLRAGALMAVLSYLDFFSTGVQRV
ALSTAANMCKKLPSDAADFVMEAVPLLTNLLQYPDSKVLEHASVCLTRIAEAFASSPEKLDELCNHGLVGQAASLISISN
SGGGQASLSTPTYTGLIRLLSTCASGSPLGAKTLLHLGVSGTLKEILSGSGLIASISVSPALTRPPEQIYEIVNLADELL
PPLPQGTISLPTSNFLVKGSGGKKLLASSSEKQEAANGTMTEVSAREKLFQDQPELLQRFGMDLLPVLIQIYGSSVNGPV
RHKCLSVIGKLMYFSPADMIQSLLSSTNISSFLAGVLAWKDPQVLIPALQIAEILMEKLPETFSRMFVREGVVHAVDTLI
GTESSNAGIAQASSSENNDAVPGTSTRSRRYRRRGTGSNPDGNSPDESKAPVSGNIGSSSAPIEIPTVNSSIRTAVSSYA
KAFKEKYFPSDPGAAEIGVTDDLLHLKNLCQKLNASDDQKTKAKGKSKASGLRTDHSADREEYFTKVVSEMLDELGKGDG
VSTFEFIGSGVVAALLNYLSCGTFSKERTSVANLPKLRQHALRRFKSFVAVSLPSGIIDGSEAPMTVLVQKLQNALSSLE
RFPVVLSHSSRSASGNARLSSGLSALSQPFKLRLCRSPGDKSLRDYSSNIVLIDPLASLAAVEEFLWPRVQRGDSGQKPS
AAAGNTDPGSGGAASSPFSTPPARRHSTRSRSSVTIGGATKKDPPQEGNASSSKGKGKAVLKSAPDEAKGVQTRNAARRR
AASDKDAQMKPEQDSSSEDEELDISPVEIDDALVIEEDDLSEDEDDDHEEVLRDDSLPVCTPEKVHDVKLGDSAEDGTSA
SATSDSQMNPASASSTRTTTLRGIGSAEFRSGSSFGSKGTMSFAAAAMAGLASASGRGAREGRDRRGLGGNSSDPPKLNF
SAGGKQLNRHLTIYQAIQRQLVLDEDNDGERYNTGSESLSSDGSRLWNDIYTITYQKADNQADRASAGGSSSATLSKSAK
TSSTSNSNFDPSWQQTSLLDSILQAELPCDLEKSNPTYNILALLRVLDGLNQLAPRLRVQAVSDDFAEGKISSLDELSTI
GAKVRSEEFINSKLTPKLARQIQDALALCSGSLPSWCYQLTKACFFLFPFETRRQYFYSTAFGLSRALHRLHQQQGADGH



GSTNEREVRVGRLQRQKVRVSRNRILDSAAKVMEMYSSQKAVLEVEYFGEVGTGLGPTLEFYTLLSHDLQKITLGMWRSS
SSEKPAMDIDGDEQHVRKGDNISDGKKLESDYATGDRDVVLALLGLFPRPYPPNADVSDGSQISKVIEYFRLVGRVMAKA
LQDGRLLDLPLSTPFYKLVLGQELDLHDILSFDAEFGKVLQELQVLVCRKQHLETISGKDHEGIADLRFRGTPIEDLCLD
FTLPGYPDYILKAGEDNVDINNLEEYVSLVVDATVKSGIMRQVEAFRAGFNQVFDISSLQIFSPNELDYLLCGRRELWEA
ETLVDHIKFDHGYTAKSPTIVNLLEIMGEFTPDLQRAFCQFVTGAPRLPPGGLAVLNPKLTIVRKHSSTTTNTASNGTSV
SESADDDLPSVMTCANYLKLPPYSTKEIMYKKLLYAISEGQGSFDLSMETRSRKRAEATSAAPTSSSSHSQSQSQQQQQQ
QQSTTTPPTTRASKRARRVSITNSSSSSPSTTPSASAVVSTVATRTRLNLRSQDSSVVAPLPPPPPLPTRQMDSTTESSA
PGNNRRESSSSGSGGRRGKNQVVSDREKDSDNKGKEKEPEVSRVRDRERDMERSLGLSIDGGVDDDNDSEGAVGILHQNL
TSASSALQGLLRKLGAGLDDLLPSSAVASASSSHQSGRLKKILSGLRADGEEGRQVEALTQLCEMLCIGTEDSLSTFAVD
SFVPILVGLLNHESNVDIMLLAARALTHLCDVLPSSCAAVVHYGAVSCFCARLLTIEYMDLAEQCLQALKKISQEHPTAC
LRAGALMAVLSYLDFFSTGVQRVALSTAANMCKKLPSDAADFVMEAVPLLTNLLQYPDSKVLEHASVCLTRIAEAFASSP
EKLDELCNHGLVGQAASLISISNSGGGQASLSTPTYTGLIRLLSTCASGSPLGAKTLLHLGVSGTLKEILSGSGLIASIS
VSPALTRPPEQIYEIVNLADELLPPLPQGTISLPTSNFLVKGSGGKKLLASSSEKQEAANGTMTEVSAREKLFQDQPELL
QRFGMDLLPVLIQIYGSSVNGPVRHKCLSVIGKLMYFSPADMIQSLLSSTNISSFLAGVLAWKDPQVLIPALQIAEILME
KLPETFSRMFVREGVVHAVDTLIGTESSNAGIAQASSSENNDAVPGTSTRSRRYRRRGTGSNPDGNSPDESKAPVSGNIG
SSSAPIEIPTVNSSIRTAVSSYAKAFKEKYFPSDPGAAEIGVTDDLLHLKNLCQKLNASDDQKTKAKGKSKASGLRTDHS
ADREEYFTKVVSEMLDELGKGDGVSTFEFIGSGVVAALLNYLSCGTFSKERTSVANLPKLRQHALRRFKSFVAVSLPSGI
IDGSEAPMTVLVQKLQNALSSLERFPVVLSHSSRSASGNARLSSGLSALSQPFKLRLCRSPGDKSLRDYSSNIVLIDPLA
SLAAVEEFLWPRVQRGDSGQKPSAAAGNTDPGSGGAASSPFSTPPARRHSTRSRSSVTIGGATKKDPPQEGNASSSKGKG
KAVLKSAPDEAKGVQTRNAARRRAASDKDAQMKPEQDSSSEDEELDISPVEIDDALVIEEDDLSEDEDDDHEEVLRDDSL
PVCTPEKVHDVKLGDSAEDGTSASATSDSQMNPASASSTRTTTLRGIGSAEFRSGSSFGSKGTMSFAAAAMAGLASASGR
GAREGRDRRGLGGNSSDPPKLNFSAGGKQLNRHLTIYQAIQRQLVLDEDNDGERYNTGSESLSSDGSRLWNDIYTITYQK
ADNQADRASAGGSSSATLSKSAKTSSTSNSNFDPSWQQTSLLDSILQAELPCDLEKSNPTYNILALLRVLDGLNQLAPRL
RVQAVSDDFAEGKISSLDELSTIGAKVRSEEFINSKLTPKLARQIQDALALCSGSLPSWCYQLTKACFFLFPFETRRQYF
YSTAFGLSRALHRLHQQQGADGHGSTNEREVRVGRLQRQKVRVSRNRILDSAAKVMEMYSSQKAVLEVEYFGEVGTGLGP
TLEFYTLLSHDLQKITLGMWRSSSSEKPAMDIDGDEQHVRKGDNISDGKKLESDYATGDRDVVLALLGLFPRPYPPNADV
SDGSQISKVIEYFRLVGRVMAKALQDGRLLDLPLSTPFYKLVLGQVLQELQVLVCRKQHLETISGKDHEGIADLRFRGTP
IEDLCLDFTLPGYPDYILKAGEDNVDINNLEEYVSLVVDATVKSGIMRQVEAFRAGFNQVFDISSLQIFSPNELDYLLCG
RRELWEAETLVDHIKFDHGYTAKSPTIVNLLEIMGEFTPDLQRAFCQFVTGAPRLPPGGLAVLNPKLTIVRKHSSTTTNT
ASNGTSVSESADDDLPSVMTCANYLKLPPYSTKEIMYKKLLYAISEGQGSFDLSMETRSRKRAEATSAAPTSSSSHSQSQ
SQQQQQQQQSTTTPPTTRASKRARRVSITNSSSSSPSTTPSASAVVSTVATRTRLNLRSQDSSVVAPLPPPPPLPTRQMD
STTESSAPGNNRRESSSSGSGGRRGKNQVVSDREKDSDNKGKEKEPEVSRVRDRERDMERSLGLSIDGGVDDDNDSEGAV
GILHQNLTSASSALQGLLRKLGAGLDDLLPSSAVASASSSHQSGRLKKILSGLRADGEEGRQVEALTQLCEMLCIGTEDS
LSTFAVDSFVPILVGLLNHESNVDIMLLAARALTHLCDVLPSSCAAVVHYGAVSCFCARLLTIEYMDLAEQCLQALKKIS
QEHPTACLRAGALMAVLSYLDFFSTGVQRVALSTAANMCKKLPSDAADFVMEAVPLLTNLLQYPDSKVLEHASVCLTRIA
EAFASSPEKLDELCNHGLVGQAASLISISNSGGGQASLSTPTYTGLIRLLSTCASGSPLGAKTLLHLGVSGTLKEILSGS
GLIASISVSPALTRPPEQIYEIVNLADELLPPLPQGTISLPTSNFLVKGSGGKKLLASSSEKQEAANGTMTEVSAREKLF
QDQPELLQRFGMDLLPVLIQIYGSSVNGPVRHKCLSVIGKLMYFSPADMIQSLLSSTNISSFLAGVLAWKDPQVLIPALQ
IAEILMEKLPETFSRMFVREGVVHAVDTLIGTESSNAGIAQASSSENNDAVPGTSTRSRRYRRRGTGSNPDGNSPDESKA
PVSGNIGSSSAPIEIPTVNSSIRTAVSSYAKAFKEKYFPSDPGAAEIGVTDDLLHLKNLCQKLNASDDQKTKAKGKSKAS
GLRTDHSADREEYFTKVVSEMLDELGKGDGVSTFEFIGSGVVAALLNYLSCGTFSKERTSVANLPKLRQHALRRFKSFVA
VSLPSGIIDGSEAPMTVLVQKLQNALSSLERFPVVLSHSSRSPGDKSLRDYSSNIVLIDPLASLAAVEEFLWPRVQRGDS
GQKPSAAAGNTDPGSGGAASSPFSTPPARRHSTRSRSSVTIGGATKKDPPQEGNASSSKGKGKAVLKSAPDEAKGVQTRN
AARRRAASDKDAQMKPEQDSSSEDEELDISPVEIDDALVIEEDDLSEDEDDDHEEVLRDDSLPVCTPEKVHDVKLGDSAE
DGTSASATSDSQMNPASASSTRTTTLRGIGSAEFRSGSSFGSKGTMSFAAAAMAGLASASGRGAREGRDRRGLGGNSSDP
PKLNFSAGGKQLNRHLTIYQAIQRQLVLDEDNDGERYNTGSESLSSDGSRLWNDIYTITYQKADNQADRASAGGSSSATL
SKSAKTSSTSNSNFDPSWQQTSLLDSILQAELPCDLEKSNPTYNILALLRVLDGLNQLAPRLRVQAVSDDFAEGKISSLD
ELSTIGAKVRSEEFINSKLTPKLARQIQDALALCSGSLPSWCYQLTKACFFLFPFETRRQYFYSTAFGLSRALHRLHQQQ
GADGHGSTNEREVRVGRLQRQKVRVSRNRILDSAAKVMEMYSSQKAVLEVEYFGEVGTGLGPTLEFYTLLSHDLQKITLG
MWRSSSSEKPAMDIDGDEQHVRKGDNISDGKKLESDYATGDRDVVLALLGLFPRPYPPNADVSDGSQISKVIEYFRLVGR
VMAKALQDGRLLDLPLSTPFYKLVLGQELDLHDILSFDAEFGKVLQELQVLVCRKQHLETISGKDHEGIADLRFRGTPIE
DLCLDFTLPGYPDYILKAGEDNVDINNLEEYVSLVVDATVKSGIMRQVEAFRAGFNQVFDISSLQIFSPNELDYLLCGRR
ELWEAETLVDHIKFDHGYTAKSPTIVNLLEIMGEFTPDLQRAFCQFVTGAPRLPPGGLAVLNPKLTIVRKHSSTTTNTAS
NGTSVSESADDDLPSVMTCANYLKLPPYSTKEIMYKKLLYAISEGQGSFDLSMETRSRKRAEATSAAPTSSSSHSQSQSQ
QQQQQQQSTTTPPTTRASKRARRVSITNSSSSSPSTTPSASAVVSTVATRTRLNLRSQDSSVVAPLPPPPPLPTRQMDST
TESSAPGNNRRESSSSGSGGRRGKNQVVSDREKDSDNKGKEKEPEVSRVRDRERDMERSLGLSIDGGVDDDNDSEGAVGI
LHQNLTSASSALQGLLRKLGAGLDDLLPSSAVASASSSHQSGRLKKILSGLRADGEEGRQVEALTQLCEMLCIGTEDSLS
TFAVDSFVPILVGLLNHESNVDIMLLAARALTHLCDVLPSSCAAVVHYGAVSCFCARLLTIEYMDLAEQCLQALKKISQE
HPTACLRAGALMAVLSYLDFFSTGVQRVALSTAANMCKKLPSDAADFVMEAVPLLTNLLQYPDSKVLEHASVCLTRIAEA
FASSPEKLDELCNHGLVGQAASLISISNSGGGQASLSTPTYTGLIRLLSTCASGSPLGAKTLLHLGVSGTLKEILSGSGL
IASISVSPALTRPPEQIYEIVNLADELLPPLPQGTISLPTSNFLVKGSGGKKLLASSSEKQEAANGTMTEVSAREKLFQD
QPELLQRFGMDLLPVLIQIYGSSVNGPVRHKCLSVIGKLMYFSPADMIQSLLSSTNISSFLAGVLAWKDPQVLIPALQIA



EILMEKLPETFSRMFVREGVVHAVDTLIGTESSNAGIAQASSSENNDAVPGTSTRSRRYRRRGTGSNPDGNSPDESKAPV
SGNIGSSSAPIEIPTVNSSIRTAVSSYAKAFKEKYFPSDPGAAEIGVTDDLLHLKNLCQKLNASDDQKTKAKGKSKASGL
RTDHSADREEYFTKVVSEMLDELGKGDGVSTFEFIGSGVVAALLNYLSCGTFSKERTSVANLPKLRQHALRRFKSFVAVS
LPSGIIDGSEAPMTVLVQKLQNALSSLERFPVVLSHSSRSASGNARLSSGLSALSQPFKLRLCRSPGDKSLRDYSSNIVL
IDPLASLAAVEEFLWPRVQRGDSGQKPSAAAGNTDPGSGGAASSPFSTPPARRHSTRSRSSVTIGGATKKDPPQEGNASS
SKGKGKAVLKSAPDEAKGVQTRNAARRRAASDKDAQMKPEQDSSSEDEELDISPVEIDDALVIEEDDLSEDEDDDHEEVL
RDDSLPVCTPEKVHDVKLGDSAEDGTSASATSDSQMNPASASSTRTTTLRGIGSAEFRSGSSFGSKGTMSFAAAAMAGLA
SASGRGAREGRDRRGLGGNSSDPPKLNFSAGGKQLNRHLTIYQAIQRQLVLDEDNDGERYNTGSESLSSDGSRLWNDIYT
ITYQKADNQADRASAGGSSSATLSKSAKTSSTSNSNFDPSWQQTSLLDSILQAELPCDLEKSNPTYNILALLRVLDGLNQ
LAPRLRVQAVSDDFAEGKISSLDELSTIGAKVRSEEFINSKLTPKLARQIQDALALCSGSLPSWCYQLTKACFFLFPFET
RRQYFYSTAFGLSRALHRLHQQQGADGHGSTNEREVRVGRLQRQKVRVSRNRILDSAAKVMEMYSSQKAVLEVEYFGEVG
TGLGPTLEFYTLLSHDLQKITLGMWRSSSSEKPAMDIDGDEQHVRKGDNISDGKKLESDYATGDRDVVLALLGLFPRPYP
PNADVSDGSQISKVIEYFRLVGRVMAKALQDGRLLDLPLSTPFYKLVLGQVS                            
>Acoe_007_00539                                                                 
MTTLRSSLPSRLRQLLSGEGAVGPSLKLESEPPPAIKAFIDKVITSPLHDIAIPLSGFRWEYNKGNFHHWRPLFLHFDTY
FKEHLSNRKDLLLSDNISDAVHFPKHDVLQILRVMQTILENCHNKSSFGGLEHFKFLLASTDPEILIATLETLSALVKIN
PSKLHVSGKLVGCGSINSCLLSLAQGWGSKEEGLGLYSCVVANEKTQEEGLSLFPSDLENECGKSQYRLGSTLYFEYHAV
NSQNSEDTKKPSSLCVIHIPDLHLRKEDDLSLLHHCVEQYNVPPEHRFSLLTRIRYARAFRSPKTCRLYSRICLLAFIVL
VQSNDAHDELVSFFANEPEYTNELIRIVRSEETIPVSIRTLAMLALGSQLAAYSSSHDRARILSGSSVISAGGNRMILLN
VLQKAVLSLNVSSNPSSLSFVEALLQFYLLHVISSSSSGSAIRGSGMVSTLLPLLQDISSAHMHLVCFAVKALQKLMDYS
NAAVSLFKDLGGVELLSQRLQTEVNRVISEPGPSDKSVVIGELDKFDDDLLYSQKRLIKALLKALGSATYAPANTTRSHN
SQENSLPGSLSLIFQNVERFGGDIYFSAVTVMNEIIHKDPTCFNVLHELGLPDAFISSVNAGIHPSSKAITCVPSGLGSI
CLNAKGLEAVKETMALRFLVDLFTSRKYVLAMNEGVVPLANAVEELLRHVSSLRGTGVDIIIEIIDKLASLGDDACSGSS
EKGDGSNAMETDAADGENVGSSSLVTAMNSTSDGINNERFVQLCIFHVMVLVHRTMENTETCRIFVEKKGIEALMKLLLR
PSIAQSSEGMSIALHSTVVFKGFTQHHSAPLAHAFCSFLRDHLKKALTGFGSASGSFLLAPRTAPDRSIFSSLFIVEFLL
FLAASKENRWVTALLTEFGNGSKDVLEDIGRIHREVLWQISLLDDSKPDIEDAGAGSTTESQKPEPNSNETDDQRFNSFR
QFLDPLLRRRGLSVESQFFDLLNLYRDLGRASGAPQRFSMEGQSNLRLGSSHQLHRSISSEAAGSITRLEGDKVRSYYSS
CCDMMRSLAFHINHLFLELGKVMLLPSRRRDDSLTVSPTSKSVVSTFASIALDHLNFKGHVDPSRSEVPISTKCRYLGKV
IDFIDGILLDKPDSCNPILVNCFYGNGVVQAVLTTFEATSQLLFAVNRAPTSPMETDDGNSKQAEKEEADHSWIYGPLAS
YGTLMDHLATSSFVFSPFTKHLLAQPLFNGSVPFPRSAETFVKVLQSMVLKVVLPIWTHPHFTDCGQEFITTILSILRHI
YSGVEVKNVNSTAVTRASPPLNESTITMIVEMGFSRSRAEEALRQVGTNSVEMAMEWLFSHPEEVQEDDELARALALSLG
SSGTSTTDEQVTDAVIPPEQEEDMVQLPPVDELLSTCMQLLHVKEPLAFPVRDFLVMISSQNDGKDRSKVLSYIIDHVKL
CSSVSESGNVTMLSALFHVLALVLHEDSVAREVASKNGLVTIASDLLSQWDPSSVDGDKQVPKWVTAAFLAIDRLLQVDP
KLNSEFSEQLKKDDLSNRDASVVIEEDKPKKLQSTLGLDSLHIDLNEQKRLVEIACRCIRNQLPSETMHVVLQLCATLTR
THSVAVHFLDAGGLPSLLSLPTRSLFSGFDNVASTVIRHILEDPNTLQQAMESEIRHSLVATANRHSNGRVTPRNFLLNL
ASVVSRDPVVFMQAAKSVCQIEMVGERPYVVLLKDREKEKIKEKEKEKTSDKDKQQVTDVKNASSDLSSMTPGNGHGKLA
DSNTKNVKVHKKSPPSFASVIELLLDSVITFVPSSKDDGVIGEVSSSSLADMDIDDATNKGKGKAVATVSEPDEKNNQED
SASLAKTVFVLKLLTEILLTYSSSVHVLLRRDSEVANYRGLHQRGHPGNSTGGIFHHILHKFLPYPGCFKKEKKVDGDWR
QKLSTRASQFLVASCIRSVEGRRRVFTEISSVFNDFVDSSDGFRSPNCNIQAFIDLLNEILAARSPTGASISPEASATFI
DVGLVRSLTRSLQILDLDHVDSPKVVTGLVKALELVTKEHVHSADPSSGKGENSVKPPEQNQSEGTETGGNRFQSLENAY
QSNNDEVPADHIEPFNAVQASGSSESVTDDMEPNRDIDGSFAPGTEDDFMHENSEDARDLENGIETVGIRFDIQHNGQDN
LDEEDDEMSGDDGDEVDEEEDEDEDDDEEEHHDLEEDEVHHMSHPDTDQDDHEIDEDEIDEDMLEEEDEDDEDDGDGVIL
RLEEGINGINVFDHIEVFGRENSFPNDTLHVMPVEVFGSRRQGRTTSIYNLLGRTGDNGAASQHPLLTEPSSTMHPSQSR
LSENAGDAIFPDRSLENASSRLDSIFRSLRNVRHGHRFNMWSDDSQQRGGSNVPSIPQGLEEWLVSQLRRPVPEKSSETD
KTTVDSQAKVEANQSEVGVGVETHVDNNTTDGSVSLPPPNADMMVGDGNLDNRSEADEFVQAMDASGAHTQSVDMQYERN
DGVVRDVEAVSQESGGSGATLGESLRSLEVEIGSADGHDDGGERQGSLERLPLGDLQPARLRRSNVSLGNTVTANRDASL
QSVTEVSENAGQDISQGVPTEEQQTNREADSGSIDPAFLEALPEELRAEVLSTQHGQVAQPSNPQPESGGDIDPEFLAAL
PPDIRAEVLAQQQVQRLQQSQELEGQPVEMDTVSIIATFPSDLREEVLLTSSDAILANLTPALVAEANMLRERFAHRYHS
RTLFGMYPRNRRGEASRRGEAAGSGLGRGGGSIASRRSAGGKVVEADGAPLVDGEALKGMIRVLRVVQPLYKGQLQRLLL
NLCAHRETRASLAHILMEMLLLDTRKRADSSSSSAEPSYRLYACQNYVMYSRPQFSDGVPPLVSRRVLETLTYLARNHPY
VAKLLLQLEMPHPPLQGLQESDPRGKAIMVMEEDNMVRSEPKGDVAIILLLSLLNQPLYLRSIAHLEQLLNLLEVVIDNA
DNNSSLSIKPGASPTDQPSGPQTAVSDAEMNSDAGGSSSGGETKLCKTDEPPEPSTSGSSKESDTHAILLSLPQGELRLL
CSLLAREGLSENAYVLVAEVLKKLVAIAPVHCPLFITELAESIKSLTGSAIKELHIFGEAEKALLSTTSTDGTAVLRVLQ
ALSSLVTSLQEKEKDIQPLPGKEHSDPLSQVWDINAALEPLWLELSTCISKIETYTENAPDSNATRNVTSTATGVMPPLP
GGTQNILPYIESFFVTCEKLHPGQSGVVHDFGIATTSEVEDATTSTGQQKSSGTTSKVDEKHIAFVKFSEKHRKLLNAFI
RQNPGLLEKSFTLMLKVPRFIDFDNKRSHFRSKIKHQHDHHHSPLRISVRRAYILEDSYNQLRMRSTQDLKGRLTVHFQG
EEGIDAGGLTREWYQLLSRVIFDKGALLFTTVGNDSTFQPNPNSVYQTEHLSYFKFVGRVVGKALFDGQLLDVHFTRSFY
KHILGVKVTYHDIEAIDPDYFKNLKWMLENDISDVLDLTFSMDADEEKLILYERTEVTDYELIPGGRNIRVTEENKHEYV
DLVAEHRLTTAIRPQINAFLEGFNELISRDLISIFNDKELELLISGLPDIDLDDMRANTEYSGYSAASPVIQWFWEVAQG
FSKEDKARLLQFVTGTSKVPLEGFSALQGISGSQRFQIHKAYGSPDHLPSAHTCFNQLDLPEYPHKQHLEERLLLAIHEA
NEGFGFG                                                                         
>Acoe_017_00766                                                                 



LGKNSAVVAAAEEEHSSDKETPSPETTTDDIPPSETNDYDSDDDSDDDGEGGDSDDYDVEDYYNSKQFKTLLDNLLSRLT
TNNDEEDSMSSQLVALTELCDTLSFSPEHSIRSKLLQPFVPILVAMSIQETTMNPDIMLFAMRAISYACDASPSSVPLLV
QHGAVVSLVAPLLAIEYLDVAEQCLQGLEKISRRHPLPCLEAGTIMTILNYIDFFASSVQRVGITIIANICKKLPSEFSP
QVMEAVPLLCNLLYYEDQKLVENVATCLIWIVKKASHSPDMLDEVCKQGLTQQVAHLIASNVGNILNQPIYTDLIGLLSR
LASGSITASNSLLEHNISNTMSLILRSYDLSHSKPPSLIHEVIKLLYVLLPPLSTNCNGKTEVSNMDRIIAHQPGLLQQF
GADVLPVLVQIVNSGANTHICYGCLSVVNKIIHFSTSDMLVDLLKNANISSFLAGIIARKELHLLMLALTIVKNVMQELP
DAFFNSFIKEGVVYTIDALITPEECPQFILQTSEGAQLLSRSNQRMPANDSVGCLCYVYDIDQSSENEICKLEETSVHTL
AKYIRTTYFTTKSGCSELKSISLLKKLRNLCAVLSDKENMSVSNDNCEQEKNLSYTLGQILEELSGEEPVSTFEFIESGI
VRSLVDYLSNGCYRNRVVDPNELLNHLLVLQKRYEVFAKLCLSPPSHPLKDKPLGILLGKLQSALSLLENFPVVLHDVSK
PKETYVTIPFERTTFHPCLKVRFIKEEGDTSLCDYVSDVVSIEAFTSINAIERYLWPRVKHEAESATEECAVATEDLKSS
NDTQKLLFYLDKGQLDQTLTLYQAILQLKMETENDLSVGPSFWKQVYEIKYTKDTGQKKINIPDVHHNSGSSREWSHPQI
YLQNAMCFSSMLFSEPPLSFKKSSTIYEILTLLKILEVLNRSASHLVYHERISSFAEGCDDSLDNLIVPVCGVPQTEFVN
LKLTGKLEQQMQDASVVSTGSIPSWCVQLMEAFPFLFGFETRCKYFQMTLVNSSEVQPDNIDDRQSQASGSPRKKFKVCR
SRILESAAQAMSSHVGRKAILEVEYPEEVGTGQGPTMEFFTLVSQEFQKVGMGMWRGDPKLTSMSNSEVDSSGFVVAPFG
LFPRPWSASSAPNETQLSEVVKKFVLLGQLVAKALQDGRVLDLPLSCSLYKLILEQDLNLYDIFSFDHGVGRALVEFQAL
VDRKKVLDSVSVKRSDSYFQNTRIEDLCLDFTLPGYPDYKLTSVDGHEMVNMSNLQEYVSSTLDATVNNGICRQVEAFKL
GFNQVLPLKSLKIFTAEELDQLLCGEQNAWNYNELLDHIKFDHGYTASSPTIIKLLEIMQEFEYNQRRAFLQFVTGAPRL
PPGGLAALNPKLTIVCKPCKGGADGDLPSVMTCANYLKLPPYSSKEIMKERLLYAITEGQGSFLLS              
>Acoe_019_00105                                                                 
MDELRRKQQVSLRGSSAKEITRDDLLQQVSKERELREYSRRAAAAALFIQRVWRSYNVTKKTAAEVQEVWEALVNHHNVS
LTRSWISSSLLRPFLFFMTCPSIAHRKQQTTNIRCMLTCFKILLQSMNSIETQKNFCCLAMGTHEERSTWLHQAQKLVSI
CLSILAEFNRFSPGGQDTIYLTSLAMRLVVALTDPKGWKCVTNENLKDADLAVKDLIKCVATGKPSLYSCIRTYIIKLDF
YFYPQKTLQTDDHFLVTASAISMALRPFHVAKLDLNNAFSAEVQNAVEQYCVFLLTIPWLVQRLPRILVPALKHKSVLSP
CLNTLLISKEKLVLAMSTLDQFDCWPKKIPSVGWALVNIINLATECEHDSLDAGKFSQDVNCTVYVHAVTFVAKNLLAWL
ESVGHAKNHDSVEDTDDLTETIVSDIWEAETAFGSLKLSYRDLLGPVIQQWHLRMLLSMTKTDGSIQIADSSPNLEMEGL
GKLKLLDIAHLYSYMLRIFSILNPITGSLPILNMLSFSPGFLLDLWLLLEGSILFGSGHTPMNKHSCTGGTSSGQYDGSG
EKKQPRASKDVGNKWTSVLQKISRKPPLNLENGKSVNSSPGLSQVSEDSYELWDVETFKRGLQGISDDMACMLHLFCSTY
SHLLLVLDDIEFYEKQVPFTLEQQQRITSMLNTFVYNGFSRNNNQQNIPLMGAAVRCLHLLYERDCRRQFCPPHLWLSPA
RKTRPPIEAAARAHEAVSVLPRFGDVLGSLSTGSVISVTPYVFPFEERVQMFREFIKLDKVSRRRAGEVAGHGPGSKEIV
IRRSHIVEDGFKQLNSLGSMLKSRIHVSFVSECGLPEAGLDYGGLSKEFLTDISKAAFNPEYGLFTQTPTSERHLVPNIS
ARLIENGIPMIEFLGRIVGKALYEGILLDYSFSHVFVQKLLGRYSFLDELSTLDPELYRNLIYVKHYEGDVKELSLDFTV
TDEYFGKHIVTELKPGGKEVAVTNENKMQYVHAIADYKLNRQILPLANAFCRGLIDLISPSWLSLFNASEFNQLLSGGNH
DIDVDDFRTNTRYTGGYSAGSRTIKIFWEVIEGFQPKERCMLLKFVTSCSRAPLLGFKHLQPAFTIHRVSCNVPLWATIG
GQDVDRLPSASTCYNTLKLPTYKRASTLRAKLLYAISSNAGFELSMDELRRKQQRVWRSYNVTKKTAAEVQEVWEALVNH
HNVSLTRSWISSSLLRPFLFFMTCPSIAHRKQQTTNIRCMLTCFKILLQSMNSIETQKNFCCLAMGTHEERSTWLHQAQK
LVSICLSILAEFNRFSPGGQDTIYLTSLAMRLVVALTDPKGWKCVTNENLKDADLAVKDLIKCVATGKPSLYSCIRTYII
KLDFYFYPQKTLQTDDHFLVTASAISMALRPFHVAKLDLNNAFSAEVQNAVEQYCVFLLTIPWLVQRLPRILVPALKHKS
VLSPCLNTLLISKEKLVLAMSTLDQFDCWPKKIPSVGWALVNIINLATECEHDSLDAGKFSQDVNCTVYVHAVTFVAKNL
LAWLESVGHAKNHDSVEDTDDLTETIVSDIWEAETAFGSLKLSYRDLLGPVIQQWHLRMLLSMTKTDGSIQIADSSPNLE
MEGLGKLKLLDIAHLYSYMLRIFSILNPITGSLPILNMLSFSPGFLLDLWLLLEGSILFGSGHTPMNKHSCTGGTSSGQY
DGSGEKKQPRASKDVGNKWTSVLQKISRKPPLNLENGKSVNSSPGLSQVSEDSYELWDVETFKRGLQGISDDMACMLHLF
CSTYSHLLLVLDDIEFYEKQVPFTLEQQQRITSMLNTFVYNGFSRNNNQQNIPLMGAAVRCLHLLYERDCRRQFCPPHLW
LSPARKTRPPIEAAARAHEAVSVLPRFGDVLGSLSTGSVISVTPYVFPFEERVQMFREFIKLDKVSRRRAGEVAGHGPGS
KEIVIRRSHIVEDGFKQLNSLGSMLKSRIHVSFVSECGLPEAGLDYGGLSKEFLTDISKAAFNPEYGLFTQTPTSERHLV
PNISARLIENGIPMIEFLGRIVGKALYEGILLDYSFSHVFVQKLLGRYSFLDELSTLDPELYRNLIYVKHYEGDVKELSL
DFTVTDEYFGKHIVTELKPGGKEVAVTNENKMQYVHAIADYKLNRQILPLANAFCRGLIDLISPSWLSLFNASEFNQLLS
GGNHDIDVDDFRTNTRYTGGYSAGSRTIKIFWEVIEGFQPKERCMLLKFVTSCSRAPLLGFKHLQPAFTIHRVSCNVPLW
ATIGGQDVDRLPSASTCYNTLKLPTYKRASTLRAKLLYAISSNAGFELSMDELRRKQQVSLRGSSAKEITRDDLLQQVSK
ERELREYSRRAAAAALFIQRVWRSYNVTKKTAAEVQEVWEALVNHHNVSLTRSWISSSLLRPFLFFMTCPSIAHRKQQTT
NIRCMLTCFKILLQSMNSIETQKNFCCLAMGTHEERSTWLHQAQKLVSICLSILAEFNRFSPGGQDTIYLTSLAMRLVVA
LTDPKGWKCVTNENLKDADLAVKDLIKCVATGKPSLYSCIRTYIIKLDFYFYPQKTLQTDDHFLVTASAISMALRPFHVA
KLDLNNAFSAEVQNAVEQYCVFLLTIPWLVQRLPRILVPALKHKSVLSPCLNTLLISKEKLVLAMSTLDQFDCWPKKIPS
VGWALVNIINLATECEHDSLDAGKFSQDVNCTVYVHAVTFVAKNLLAWLESVGHAKNHDSVEDTDDLTETIVSDIWEAET
AFGSLKLSYRDLLGPVIQQWHLRMLLSMTKTDGSIQIADSSPNLEMEGLGKLKLLDIAHLYSYMLRIFSILNPITGSLPI
LNMLSFSPGFLLDLWLLLEGSILFGSGHTPMNKHSCTGGTSSGQYDGSGEKKQPRASKDVGNKWTSVLQKISRKPPLNLE
NGKSVNSSPGLSQVSEDSYELWDVETFKRGLQGISDDMACMLHLFCSTYSHLLLVLDDIEFYEKQVPFTLEQQQRITSML
NTFVYNGFSRNNNQQNIPLMGAAVRCLHLLYERDCRRQFCPPHLWLSPARKTRPPIEAAARAHEAVSVLPRFGDVLGSLS
TGSVISVTPYVFPFEERVQMFREFIKLDKVSRRRAGEVAGHGPGSKEIVIRRSHIVEDGFKQLNSLGSMLKSRIHVSFVS
ECGLPEAGLDYGGLSKEFLTDISKAAFNPEYGLFTQTPTSERHLVPNISARLIENGIPMIEFLGRIVGKALYEGILLDYS
FSHVFVQKLLGRYSFLDELSTLDPELYRNLIYVKHYEGDVKELSLDFTVTDEYFGKHIVTELKPGGKEVAVTNENKMQYV
HAIADYKLNRQILPLANAFCRGLIDLISPSWLSLFNASEFNQLLSGGNHDIDVDDFRTNTRYTGGYSAGSRTIKIFWEEH
INLSLHGMDELRRKQQVSLRGSSAKEITRDDLLQQVSKERELREYSRRAAAAALFIQRVWRSYNVTKKTAAEVQEVWEAL



VNHHNVSLTRSWISSSLLRPFLFFMTCPSIAHRKQQTTNIRCMLTCFKILLQSMNSIETQKNFCCLAMGTHEERSTWLHQ
AQKLVSICLSILAEFNRFSPGGQDTIYLTSLAMRLVVALTDPKGWKCVTNENLKDADLAVKDLIKCVATGKPSLYSCIRT
YIIKLDFYFYPQKTLQTDDHFLVTASAISMALRPFHVAKLDLNNAFSAEVQNAVEQYCVFLLTIPWLVQRLPRILVPALK
HKSVLSPCLNTLLISKEKLVLAMSTLDQFDCWPKKIPSVGWALVNIINLATECEHDSLDAGKFSQDVNCTVYVHAVTFVA
KNLLAWLESVGHAKNHDSVEDTDDLTETIVSDIWEAETAFGSLKLSYRDLLGPVIQQWHLRMLLSMTKTDGSIQIADSSP
NLEMEGLGKLKLLDIAHLYSYMLRIFSILNPITGSLPILNMLSFSPGFLLDLWLLLEGSILFGSGHTPMNKHSCTGGTSS
GQYDGSGEKKQPRASKDVGNKWTSVLQKISRKPPLNLENGKSVNSSPGLSQVSEDSYELWDVETFKRGLQGISDDMACML
HLFCSTYSHLLLVLDDIEFYEKQVPFTLEQQQRITSMLNTFVYNGFSRNNNQQNIPLMGAAVRCLHLLYERDCRRQFCPP
HLWLSPARKTRPPIEAAARAHEAVSVLPRFGDVLGSLSTGSVISVTPYVFPFEERVQMFREFIKLDKVSRRRAGEVAGHG
PGSKEIVIRRSHIVEDGFKQLNSLGSMLKSRIHVSFVSECGLPEAGLDYGGLSKEFLTDISKAAFNPEYGLFTQTPTSER
HLVPNISARLIENGIPMIEFLGRIVGKALYEGILLDYSFSHVFVQKLLGRYSFLDELSTLDPELYRNLIYVKHYEGDVKE
LSLDFTVTDEYFGKHIVTELKPGGKEVAVTNENKMQYVHAIADYKLNRQILPLANAFCRGLIDLISPSWLSLFNASEFNQ
FLFTCAVAFGWESMDELRRKQQVSLRGSSAKEITRDDLLQQVSKERELREYSRRAAAAALFIQRVWRSYNVTKKTAAEVQ
EVWEALVNHHNVSLTRSWISSSLLRPFLFFMTCPSIAHRKQQTTNIRCMLTCFKILLQSMNSIETQKNFCCLAMGTHEER
STWLHQAQKLVSICLSILAEFNRFSPGGQDTIYLTSLAMRLVVALTDPKGWKCVTNENLKDADLAVKDLIKCVATGKPSL
YSCIRTYIIKLDFYFYPQKTLQTDDHFLVTASAISMALRPFHVAKLDLNNAFSAEVQNAVEQYCVFLLTIPWLVQRLPRI
LVPALKHKSVLSPCLNTLLISKEKLVLAMSTLDQFDCWPKKIPSVGWALVNIINLATECEHDSLDAGKFSQDVNCTVYVH
AVTFVAKNLLAWLESVGHAKNHDSVEDTDDLTETIVSDIWEAETAFGSLKLSYRDLLGPVIQQWHLRMLLSMTKTDGSIQ
IADSSPNLEMEGLGKLKLLDIAHLYSYMLRIFSILNPITGSLPILNMLSFSPGFLLDLWLLLEGSILFGSGHTPMNKHSC
TGGTSSGQYDGSGEKKQPRASKDVGNKWTSVLQKISRKPPLNLENGKSVNSSPGLSQVSEDSYELWDVETFKRGLQGISD
DMACMLHLFCSTYSHLLLVLDDIEFYEKQVPFTLEQQQRITSMLNTFVYNGFSRNNNQQNIPLMGAAVRCLHLLYERDCR
RQFCPPHLWLSPARKTRPPIEAAARAHEAVSVLPRFGDVLGSLSTGSVISVTPYVFPFEERVQMFREFIKLDKVSRRRAG
EVAGHGPGSKEIVIRRSHIVEDGFKQLNSLGSMLKSRIHVSFVSECGLPEAGLDYGGLSKEFLTDISKAAFNPEYGLFTQ
TPTSERHLVPNISARLIENGIPMIEFLGRIVGKALYEGILLDYSFSHVFVQKLLGRYSFLDELSTLDPELYRNLIYVKHY
EGDVKELSLDFTVTDEYFGKHIVTELKPGGKEVAVTNENKMQYVHAIADYKLNRQILPLANAFCRGLIDLISPSWLSLFN
ASEFNQSERMDTCQW                                                                 
>Acoe_021_00173                                                                 
MVPAKSFNLIKSTTNLSGGKRLSVDFIQHRVSTVTSELLTQLEDWNNRRQFTAPSDFHAQEAVDESFLSQAVIENTRAYE
ILRQAPFLVPFTAGVYSAQETSDHLLYPNPGSGLVHEQHLKFFHFLGIVLGKAMLEGILVDIPFATFFLSKLKQKYNYLN
DLPSLDPELYRHLIFLKHYHGDIAELELYFVIVNNEYGEQTEEELLPGGKDMRVTNENLITFIHLIANHRLNTQIRNQSS
HFLRGFQQLIENEWISMFNEHELQLLISGSLEGMDVDDLRSYTHYNGGYDNKDYVIEMFWEVLKNFSLENQKKFLK    
>Acoe_027_00123                                                                 
MENRSRKREELGDQLPADKRVCSSADVVGPGSSNSSVQTQMNSASESPDCEMEATSSSASVSGRSEGDAEKEEEDDESGS
DDMDDDSDERHRTVRDYYNGRLSADQGKIRKIVSSLEEKAGPDSQLAALTELCDVLSFTAEELPSSSTNLLVPLIVTLAK
DENNPDVILLSVRCITYLCESSENLLHHDVIPVLCARLMNIEYLDVAEQCLQALEKISREHPLACLKAGVIMAALTYIDF
FCTSIQRVALSTVANICKRLPSDRTSPFMEAVPILCNLLQYEDQKLVESVAICLIKIVDRVKHSSEMLDELCKHGLIHQA
AHHIELNGRSPLSQSVYIGLIGLLSKLASGSVAAVRTLLELNISNTLKNILSSYDLARGMPSFVVGGEQSNQLHEFMRLL
NELLPPLPRSIEDALIKSDKEKILGDQPELLQQFGANILPVLIQVVSSGVNLYVCYCCLSIINKLVYFSKPDMLLEFLKN
TNISSFLAGAFTRKDRHVLILVLEIVENIMKKLPGVFLESFTKEGVIFAIDALLIPESSEFSVSMSSSIQISSGSNHKSA
SKDVPKCLCYAFDIDQSSSSSNTSVCKLKEDCVNTLVKHIKVSYFATELYSSGIGLTETLQKLRNLSALLTDEVHSLMNK
NICDQQEENLSHILSQILAVLNAGEYMSTFEFIESGIMKSLVTYLSNSHYIKGQMDSRSNINSFNVILKRLEVFARFSLS
ATDRNWEGMPIAVLVKKLQSALASLEDFPVISSHVAKPRNNHAIIPFGRSILTPSLKVHFVRREGEMGLSDYAAKVVTVE
PFSTLNDIEKYLFPKVSPQRAEHLSKLVGQSTDQLKDLTVQGSCSSPSVEDQNIMQTNSSSSEEANVEDDRANVSTPTAE
GVINILQAIPGDASFNAGQTPVTVEGDQQHLHADTSSKLQDLVNATTSNVAVSKEDCKEGVSTSYTNRDASPKLIFYLKG
KPIDHELTFYQAILQQKVKEEHEVIVGSGFWNEVYEVAYGKAAEPKSKSQECFNGSELSSSRGNYIFWQNVPFFYSFLVS
ELRCGLEKSDPAYEILFLLKILEGVNRFAFNLMSQVQRHAFSSGEKQDLENLVVIGPTVPPTEFVNIKLTEKLEQQMRDP
LAVSTGSMPSWCNQLMITCPFLFGFDARCKYFRQVVCNSSQGRHLLVPQAVNNSVSPARRNSHASGLRRKKFQVCRSDIL
NSATKMMDQHARQKAILEVEYDEEVGSGLGPTMEFYTLVSHEFQKVGLGMWRGDYSNLTVVKESIIEDPGIVLAPFGLFP
RPLSSLSKSFNELRLVEVIKKFVLLGQIVAKALQDGRVLDLLFSKAFYKLVLEQELNIYDIHSIDPELGRTLLEFQALID
RKKVSHSVSELPFISDSCFRNTRIEDLWLDFTLPGYPEYMLSSGDEHKMVDFSNLEEYVSSIVDATVKSGISRQVEAFRS
GFNQVFPIKNLQIFTEVELERLLCGEQDAWTSNELLEHIKFDHGYTASSPPIINLLEIIQDINYDQKRAFLQFVTGAPRL
PPGGLTALNPQLTVVRKHCSECVDGALPSVMTCANYLKLPPYSSKEILRERLLFAITEGQGSFHLSMENRSRKREELGDQ
LPADKRVCSSADVVGPGSSNSSVQTQMNSASESPDCEMEATSSSASVSGRSEGDAEKEEEDDESGSDDMDDDSDERHRTV
RDYYNGRLSADQGKIRKIVSSLEEKAGPDSQLAALTELCDVLSFTAEELPSSSTNLLVPLIVTLAKDENNPDVILLSVRC
ITYLCESSENLLHHDVIPVLCARLMNIEYLDVAEQCLQALEKISREHPLACLKAGVIMAALTYIDFFCTSIQRVALSTVA
NICKRLPSDRTSPFMEAVPILCNLLQYEDQKHSSEMLDELCKHGLIHQAAHHIELNGRSPLSQSVYIGLIGLLSKLASGS
VAAVRTLLELNISNTLKNILSSYDLARGMPSFVVGGEQSNQLHEFMRLLNELLPPLPRSIEDALIKSDKEKILGDQPELL
QQFGANILPVLIQVVSSGVNLYVCYCCLSIINKLVYFSKPDMLLEFLKNTNISSFLAGAFTRKDRHVLILVLEIVENIMK
KLPGVFLESFTKEGVIFAIDALLIPESSEFSVSMSSSIQISSGSNHKSASKDVPKCLCYAFDIDQSSSSSNTSVCKLKED
CVNTLVKHIKVSYFATELYSSGIGLTETLQKLRNLSALLTDEVHSLMNKNICDQQEENLSHILSQILAVLNAGEYMSTFE
FIESGIMKSLVTYLSNSHYIKGQMDSRSNINSFNVILKRLEVFARFSLSATDRNWEGMPIAVLVKKLQSALASLEDFPVI
SSHVAKPRNNHAIIPFGRSILTPSLKVHFVRREGEMGLSDYAAKVVTVEPFSTLNDIEKYLFPKVSPQRAEHLSKLVGQS



TDQLKDLTVQGSCSSPSVEDQNIMQTNSSSSEEANVEDDRANVSTPTAEGVINILQAIPGDASFNAGQTPVTVEGDQQHL
HADTSSKLQDLVNATTSNVAVSKEDCKEGVSTSYTNRDASPKLIFYLKGKPIDHELTFYQAILQQKVKEEHEVIVGSGFW
NEVYEVAYGKAAEPKSKSQECFNGSELSSSRGNYIFWQNVPFFYSFLVSELRCGLEKSDPAYEILFLLKILEGVNRFAFN
LMSQVQRHAFSSGEKQDLENLVVIGPTVPPTEFVNIKLTEKLEQQMRDPLAVSTGSMPSWCNQLMITCPFLFGFDARCKY
FRQVVCNSSQGRHLLVPQAVNNSVSPARRNSHASGLRRKKFQVCRSDILNSATKMMDQHARQKAILEVEYDEEVGSGLGP
TMEFYTLVSHEFQKVGLGMWRGDYSNLTVVKESIIEDPGIVLAPFGLFPRPLSSLSKSFNELRLVEVIKKFVLLGQIVAK
ALQDGRVLDLLFSKAFYKLVLEQELNIYDIHSIDPELGRTLLEFQALIDRKKVSHSVSELPFISDSCFRNTRIEDLWLDF
TLPGYPEYMLSSGDEHKMVDFSNLEEYVSSIVDATVKSGISRQVEAFRSGFNQVFPIKNLQIFTEVELERLLCGEQDAWT
SNELLEHIKFDHGYTASSPPIINLLEIIQDINYDQKRAFLQFVTGAPRLPPGGLTALNPQLTVVRKHCSECVDGALPSVM
TCANYLKLPPYSSKEILRERLLFAITEGQGSFHLSMENRSRKREELGRSEGDAEKEEEDDESGSDDMDDDSDERHRTVRD
YYNGRLSADQGKIRKIVSSLEEKAGPDSQLAALTELCDVLSFTAEELPSSSTNLLVPLIVTLAKDENNPDVILLSVRCIT
YLCESSENLLHHDVIPVLCARLMNIEYLDVAEQCLQALEKISREHPLACLKAGVIMAALTYIDFFCTSIQRVALSTVANI
CKRLPSDRTSPFMEAVPILCNLLQYEDQKLVESVAICLIKIVDRVKHSSEMLDELCKHGLIHQAAHHIELNGRSPLSQSV
YIGLIGLLSKLASGSVAAVRTLLELNISNTLKNILSSYDLARGMPSFVVGGEQSNQLHEFMRLLNELLPPLPRSIEDALI
KSDKEKILGDQPELLQQFGANILPVLIQVVSSGVNLYVCYCCLSIINKLVYFSKPDMLLEFLKNTNISSFLAGAFTRKDR
HVLILVLEIVENIMKKLPGVFLESFTKEGVIFAIDALLIPESSEFSVSMSSSIQISSGSNHKSASKDVPKCLCYAFDIDQ
SSSSSNTSVCKLKEDCVNTLVKHIKVSYFATELYSSGIGLTETLQKLRNLSALLTDEVHSLMNKNICDQQEENLSHILSQ
ILAVLNAGEYMSTFEFIESGIMKSLVTYLSNSHYIKGQMDSRSNINSFNVILKRLEVFARFSLSATDRNWEGMPIAVLVK
KLQSALASLEDFPVISSHVAKPRNNHAIIPFGRSILTPSLKVHFVRREGEMGLSDYAAKVVTVEPFSTLNDIEKYLFPKV
SPQRAEHLSKLVGQSTDQLKDLTVQGSCSSPSVEDQNIMQTNSSSSEEANVEDDRANVSTPTAEGVINILQAIPGDASFN
AGQTPVTVEGDQQHLHADTSSKLQDLVNATTSNVAVSKEDCKEGVSTSYTNRDASPKLIFYLKGKPIDHELTFYQAILQQ
KVKEEHEVIVGSGFWNEVYEVAYGKAAEPKSKSQECFNGSELSSSRGNYIFWQNVPFFYSFLVSELRCGLEKSDPAYEIL
FLLKILEGVNRFAFNLMSQVQRHAFSSGEKQDLENLVVIGPTVPPTEFVNIKLTEKLEQQMRDPLAVSTGSMPSWCNQLM
ITCPFLFGFDARCKYFRQVVCNSSQGRHLLVPQAVNNSVSPARRNSHASGLRRKKFQVCRSDILNSATKMMDQHARQKAI
LEVEYDEEVGSGLGPTMEFYTLVSHEFQKVGLGMWRGDYSNLTVVKESIIEDPGIVLAPFGLFPRPLSSLSKSFNELRLV
EVIKKFVLLGQIVAKALQDGRVLDLLFSKAFYKLVLEQELNIYDIHSIDPELGRTLLEFQALIDRKKVSHSVSELPFISD
SCFRNTRIEDLWLDFTLPGYPEYMLSSGDEHKMVDFSNLEEYVSSIVDATVKSGISRQVEAFRSGFNQVFPIKNLQIFTE
VELERLLCGEQDAWTSNELLEHIKFDHGYTASSPPIINLLEIIQDINYDQKRAFLQFVTGAPRLPPGGLTALNPQLTVVR
KHCSECVDGALPSVMTCANYLKLPPYSSKEILRERLLFAITEGQGSFHLS                              
>Acoe_028_00189                                                                 
MSSSSSSNSSRNEPRVIDHHQQQRISSSKRKLDDYEEEEEELSDLISVRMKKDHSSSTEEATINKLGQQISYQDVNFRVS
QAQSVSRTLHFFVRLVSGGNTIVIHANSDDTIESVHEQIRKFTGIPVIEQGLVYRGRQLQWEQTLEECLIENDAGLHLIG
RMRSTEFPKSWQVVDDLLSSIRRLYKGEEGKETLILDSKNVKFKIEEFLELIPKDDHGDKIAGHLKIFKSYGVPIALVML
YLSPGNKDCADEAIRQLLCPNLDLLAKGVQVHFASIILEFCKLLSGTAPDDTLYIACRSTLGYLMDAIQCAHGSKYFDFA
KSYTIIKEFLPFVRQLSDKLIGDLESSWNPSSVTGISLAKDVRDFTSFLRPLCRAIEDQVGGKSNLPICLDNKNLCYMPE
FESLFTSVKKLIEKIDQCLHRVEEMLVSKGAAGEIETPRFTWYQYIPILKELNGVCRFYRGAEHTVISMMKLRRVPVNFL
IRYLRRSDDHYWLLEHKDVTDFESRRHLVMMMFPEIVEDYEELHEMLIDRSQLLEESFAYISRADPESFRSGLFMEFKNE
EATGPGVLREWFYLVCQAIFNPQNPLFLACPNDQRRFFPNPVSKVDSLHLDYFGFCGRMIALALMNRVHVGIVFDRVFFL
QLAGKSVSLEDIRDADPCLYMSCKKILEMDADFLDSDALGLTFVREVEELGSRKIVELCPGGKDIVVDSKNRAEYVNLLI
QNRFVTSISQQVARFARGFADILSIARLQKLFFISLEPEDLDRMLCGSDSALCVKAWKAHTDYHGYKETDHQICWFWKIV
EGMSAGEQRVLLFFWTSVKYLPVEGFSGLPSRLYIYKASESHDRLPSSHTCFYRLCLPPYPSKASMQKCLNLITQEHVSC
SFGTW                                                                           
>Acoe_068_00084                                                                 
MKRKLDDFEEEELTDLISDKMNKDVNFKVSEAESVSKTLHFFVRLVSGGKTIVIHANSNDSVASVHEQIRKLTGIPVIEQ
GLVYRGKQLQLEQTLEECLIENDVGLHLIGRMRSSEYPRTWQVINDLLTLVGKLCKGEEGKELILDSKKVESKIEIFLEL
ILNDGYGENAARHLKIFKSSGAPMALVMLYLSDGEGNKECAEDAIRLFLSPNSYLLPKSVQVQCVPIIFEFCKLLKGSAP
KDSLYIACRSTLGSLLDVIGFAHGSRYFDFAKPYIIIKEFLPFVRELADKLIEDLESSWNPTPCAGTSSAKDVRDFISFL
RPLCRAIVDQVGGKSNLPICLDNKNLCYMVEFESIFTIFGKLLEKIDYCLHRVEEILISKGAAGESESPWFSSCQYVPIL
KVLNCVCKLYRDAEHTLSSVMKLRRLPLNFLIKYLKQDDGCYWLLEHKDVTDFESRRHLVMMMFPEIVADYKELHEKLVD
RSQLLKESFAYISLADPESFRRGLSMKFKNEEATGPGVLREWFYLVCQALFNPQNTLFLACPNDQRRFFPNPVSKVDSLH
LDYFGFCGRMIALALMNKVHVGILFDRVFFLQLAGKSVSLEDVRDADPCFYMNCKKILEMDAEFLDSDALGLTFVREVEE
LGSRKIVELRPGGKDIVVDSKNSGEYVDLLIQNRFVTSISQQLARFAQGFADVLSMARLQKLFFRSLELEDLDRMLCGSN
TALC                                                                            
>Bdis_1g12340                                                                   
MSVPPSGHRQVSLRGSSAREITRDALLQKVSEERQLRSHLRRAAAAAITIQRVWRRYHVIRKVSEQLHEEWDALINNQLD
VNPTNQWISSKMLRPFIFFTTQPSSWYKGKQTKTVKSISTCFKIILNSINSMDASKNFCSFAMGLPEERSIWLYQAKKLI
SLCSCILAMRDHSYCKDVNMVEITAIAMRLAISLTDCKTWKNLKSGNVKAADASVETLIEFIGASHSGTYSCVRRYIKSF
GPHVNSGKIDPATAPDDQLLITASAVTVALRPFQSARADMGVDLAGVAKEYFTLVLTIPYLCKRLPPLLLPALKHISVLQ
PSLSIVLTSKDKIFEEIAKLEQSEVSSVGASIIPYCGWALGNLVNLATEQDDVSNSGCFIQGLDCCLYINAINFISQNLL
KSFEESKGMLQYVGDSDAATSVTEETDTDDNSCMRILFMDLLKPVYQQWHLRKLLALAKEDVSRKRETNHDPTLKQIHSR
SLKLTDVICFYYYMLRIFSLLSPSIASLPILNMLSFTPGFLVDLWGELEISIFGQPIHKSQESEHDKQFATSSSGEQISS
TRQRRNAKDTAGKWVNVLQKITRKSSDADDTNLSGIPLNSENSNDDALIMWDIGAMRQGSEGIGKDLIHMLHLFCAIYTH



LLLVLDDIEFYEKQVPFTIEQQRKIASVLNTFVYNSFIQNSGSNNRPLIDVTVRCLNLLYERDSRHRFCPISLWLAPART
GRIPIAAAARAHEAAFATLSGTTSGIATRSSVLTTVPHVYPFEERVQMFREFIELDKASRRVTGEVSGPGPGSIEIVIRR
GHIVEDGYRQLNCLRSKLKSCIHVSFVSECGLPEAGLDYGGLSKEFLTDVSKAAFSPEYGLFSQTSTSDSSLIPSNSAKL
LDNGIDMIEFLGRIVGKALYEGILLEYCFSQVFVQKLLGRYSFLDELSTLDSELYRSLMQLKHYEGDVEDLCLDFTLTEE
FGGKRIVHELRPGGKNISVTNENKLHYVHAIADYKLNRQIIPFSNAFYRGLSDLISPSWLSLFNANEFNQLLSGGSQDFD
VDDLRNNSKYTGGYTESSRTIKLFWEVIKGFKPTERCLLLKFVTSCSRAPLLGFKYLQPSFTIHKVPCDVTLWATIGGQD
VDRLPSASTCYNTLKLPTYKRSSTLRSKLLYAISSNTGFELS*                                     
>Bdis_2g22927                                                                   
MDRCRKRPDSDPGASGEAESPADKRPCTAEETSTSAAVAASAAAAAEHAASDMDTSSSGHARAVAGAGDADGDGDDGDGD
DGDADGGSSCESDGGESPRVCAGGGKFHRMVAAVAAESAGEGTLVASLTELCEALSFCTEDAGSYFPTEAAVRALVRLTG
GGEGGVASPDEMLLSLRAITYLCDAMPRAADAVVRHGLLPILCSRLLAIEYLDVAEQCLQAFEKISRRQPTACLQAGMIT
AVLAYIDFFSANIQRVAVSAIANACKKVPPDCSQYVMDSVPMLCNLLQSEDKMVLEKVATCLISIVDSFSSSVELLDQLC
HQGVVEKVLPLINTNGLTSLSPSTCSNLIGLLAKLACSSLVAVKSLFELNIGSTIRGILVTSDLSHGMPYLPSENQNNQV
NEALKLAIQLIPSVARDIEDTCMVLAKEKIIVDEPGYLCRFSGDILPVLIKAVNSGANSYICYGCSTIVNNICYFSKPEM
LQGLLKETNISSFLAGLLSRKDHHMLISSLKIIEILMQKLPDAYLGSFIKEGVVYAVDTLLMQEDCSKSSPCLPDDTHQS
ENQPVIRNKPACFCYAFDSRRSESAETRTCRIGQGNLFNFARHVKTTYFTAEAVSSEMGLTEILQKLKTCCAVLNDSADK
SLNKDGLRNEEHLSNILSEVMMELHGGETMTTFEFLESGLVKSLLNYLSNGKYFQGEDNLKDHNADHFYAVLKRFQSFAR
ISFSRMEQGWGDMLLTLLVRKLQNALTSLDNFPVIMSHNFKPRSNISDIPIRHSTISPCIRVRFKKDEDETNLSSYDNAV
NLEISSSLQSIEEYLWPKVTIDTSNQSTESSPSSVAFESKYAEEDPQERDSSPESSPPAEGILRENQNASVEPCGTSSSA
GGQPGRNKSIGTEHVVQPKLVFSLKGKELDRSVTLYQSILQDLINAGADIILDNQFWRSVHDVTFRTAPANPEKDDSPKN
SSNAAMSTDDAKTGLMWQTLPFFSSLLFGKIPCKLDRSSPSYDILFMLKVLEGLNRYSFHLMSNERNHAFAEGRIKLDDL
KPSVSSVPHQEFVSTKLTDKLEQQMHDPLVSRSRCLPLWCTELMSACPFLFSFEARWKYFQLTAFGSLSMQHGHMIDASG
NHAAIERGLSFSRKKFKVDRDDILVSTAKIMQSYARSNAVLEVEYEEEVGTGLGPTMEFYTLISHEFQKSGLGMWRGELP
CKAVTDSAHVDPITVAAPNGLFPRPWSPSVDCASFLEVNKRFHLLGQVVAKAIKDGRILDIPFSRAFYKLMLGQELNIYD
INSFDPELAMTLTEFKALTCQRKYIESCSTRDRQSTSDLSYRGCRIEDLAIDFAVPGYPEFVPSSKSSSDNVTHENLEEY
VSFVVEATVKSGIARQLEAFKSGFSEVFPLSTLRVFSEDELERFLCGEQDNWDFVKLVDHIKFDHGYTSSSPAVINFLEI
IQEFECHERRAFLQFITGSPRLPPGGLAALNPNLTVVRKHNNVADDDLPSVMTCANYLKLPSYSSKEKMREKLIYAITEG
QGSFHLS*MDRCRKRPDSDPGASGEAESPADKRPCTAEETSTSAAVAASAAAAAEHAASDMDTSSSGHARAVAGAGDADG
DGDDGDGDDGDADGGSSCESDGGESPRVCAGGGKFHRMVAAVAAESAGEGTLVASLTELCEALSFCTEDAGSYFPTEAAV
RALVRLTGGGEGGVASPDEMLLSLRAITYLCDAMPRAADAVVRHGLLPILCSRLLAIEYLDVAEQCLQAFEKISRRQPTA
CLQAGMITAVLAYIDFFSANIQRVAVSAIANACKKVPPDCSQYVMDSVPMLCNLLQSEDKMVLEKVATCLISIVDSFSSS
VELLDQLCHQGVVEKVLPLINTNGLTSLSPSTCSNLIGLLAKLACSSLVAVKSLFELNIGSTIRGILVTSDLSHGMPYLP
SENQNNQVNEALKLAIQLIPSVARDIEDTCMVLAKEKIIVDEPGYLCRFSGDILPVLIKAVNSGANSYICYGCSTIVNNI
CYFSKPEMLQGLLKETNISSFLAGLLSRKDHHMLISSLKIIEILMQKLPDAYLGSFIKEGVVYAVDTLLMQEDCSKSSPC
LPDDTHQSENQPVIRNKPACFCYAFDSRRSESAETRTCRIGQGNLFNFARHVKTTYFTAEAVSSEMGLTEILQKLKTCCA
VLNDSADKSLNKDGLRNEEHLSNILSEVMMELHGGETMTTFEFLESGLVKSLLNYLSNGKYFQGEDNLKDHNADHFYAVL
KRFQSFARISFSRMEQGWGDMLLTLLVRKLQNALTSLDNFPVIMSHNFKPRSNISDIPIRHSTISPCIRVRFKKDEDETN
LSSYDNAVNLEISSSLQSIEEYLWPKVTIDTSNQSTESSPSSVAFESKYAEEDPQERDSSPESSPPAEGILRENQNASVE
PCGTSSSAGGQPGRNKSIGTEHVVQPKLVFSLKGKELDRSVTLYQSILQDLINAGADIILDNQFWRSVHDVTFRTAPANP
EKDDSPKNSSNAAMSTDDAKTGLMWQTLPFFSSLLFGKIPCKLDRSSPSYDILFMLKVLEGLNRYSFHLMSNERNHAFAE
GRIKLDDLKPSVSSVPHQEFVSTKLTDKLEQQMHDPLVSRSRCLPLWCTELMSACPFLFSFEARWKYFQLTAFGSLSMQH
GHMIDASGNHAAIERGLSFSRKKFKVDRDDILVSTAKIMQSYARSNAVLEVEYEEEVGTGLGPTMEFYTLISHEFQKSGL
GMWRGELPCKAVTDSAHVDPITVAAPNGLFPRPWSPSVDCASFLEVNKRFHLLGQVVAKAIKDGRILDIPFSRAFYKLML
GQELNIYDINSFDPELAMTLTEFKALTCQRKYIESCSTRDRQSTSDLSYRGCRIEDLAIDFAVPGYPEFVPSSKSSSDNV
THENLEEYVSFVVEATVKSGIARQLEAFKSGFSEVFPLSTLRVFSEDELERFLCGEQDNWDFVKLVDHIKFDHGYTSSSP
AVINVIFRDHTRV*                                                                  
>Bdis_2g34820                                                                   
MARSEVRKTFCSTFGENCQRVDWNCFSTNSDFLRQLLFFFNASEDNDIAILSQVCNLLLQYVKHGDVVNLFAGNDYSAVE
PLVSHRVKKLALICVHAVHQKRYDWSSQLLMSVESAAMPFVRLLEAVACLINPKLPWNCKVVGYLQQRKIYCLFRGIIST
VPQNASNLEHRTSALEQVLMLVASHVGDHPCSCPIVDPRWSFSSQLLSIPFLWHRLPHFKKVFSANGLSKYYIHQIACYL
PSRADVLPNDVSANHPGYACVLANVLEAATWILSEPKFASDRAADIITVSTSLLDALPAITSPTERADDDDDMPMDVDVK
SGLDVDLQRQITAAFDSNSRLLEHLVNALFRGTLSTNYSDPSGPSDAEVEAVGSICAFLHVMFNTLPLDVTMTVLAYRTD
IVPALWNFIKRCHENQRWPYFSKYISPLPADAPGWLLPVSVFCPIYRYMLKIVDNEEFYEQQKPLSLKDLKSLILILKQA
LWQLLWIIPSHTSPTQKALPNLLGLKKMSIDNLKSRARIGLSELLTQLQDWNNRLPFTSESDFYSQEATSENFVSQAILG
NTRASEIIKLAPFLAPFTIRVRIFTSQLANSKQSATSHSALTRHRFKIRRSRLLEDAFDQLSLLSEEDLKGPIRVAFVNE
HGVEEAGIDGGGIFKDFMENITRAAFDVQYGLFKETVDHLLYPNPGSGLVHEHHLQYFRFLGSLLGKAMYEGILVDLPFA
TFFLSKLKQKSNFLNDLPSLDPELYRHLLFLKHYHGDLSDLELYFVIVNNEYGEQSEEELLPGGREMRVTNSNVIMFIHL
VANHRLNYQIRGQSTHFLRGFQQLIPKDWIDMFNEHEIQLLISGSLESLDIDDLRLNTNYAGGYHPDHEIIDMFWEVLKS
LSSDNQKKFLKFVTGCSRGPLLGFEYLDPKFCIQRAGVPGVEEHGDRLPTSATCMNLLKLPPYRTKEQMQTKLLYAINSE
AGFDLS*                                                                         
>Bdis_2g37870                                                                   
MADILRYVMAALQSSGEEDAGAQAAALAALCDTLAMSDTDMLLAAFPVDFFAARLPALIKPKPSNGEIETNMESDVPLLA



ARAIAEACEALPQWARSFQRAGAVEALRHRLLAVDNIDLAEECLRALDAISTQCPAQCLRLGIAAAVLQFFDFFSAAKQK
VALNIVATVIEGCGGTDVPKAMDAAPALCTLLQSSDKTILESALSCLAMIAVGARGNAVQMDKLCDSKVVEVAMRLLEND
GWKSLDDQTLYDILGLLKNLASVSTKAVKSLFDLRVCDLLKQMITYYSRSHSDSHELQMLVEFIYQLMRPLETSDHRTGL
NAIIIEQSTYIDQLAGIVTLIIQVAKCGAVSSVCYRCIVVIGNIVELSTPTFLVELQKTANLSSFLTCLLARKNRHVVLE
TLKVSKTLLKKHHHFFFEAFAKEGVKQTVDAIHAQENHKSKRNSTMQETCVCFDLDSDVSSADGCKIENNAILNLAEEIK
KSFLLVKASNKSPHRFGCVIKTIRDFFAQLNGYTITTRTRNPDLCKELSDVSRRLLSDQLPSTSTFTFVKSGSTKHLADY
LSNGAYFNSNLNNCQSFVEQLKEVQIRLQKFTHLALMVSNESSEKPLGILVEKLLDALHMCYDSFPVMLSDYELRTRDST
MIPLRHSGNEESGSLYIKFVRACREKELHNYNDVLPVDLYSKPDDIEAVLWPEICESTEDGQSSSRLMFSYKGTKLQPSA
TFFESLVRLMNKGQSYVMIDPSFWDEEHKISYKRTKVSREISSWSSYNTQLSAMHEKLEQSWLKDPAFCTIFLGKLPGDV
DESDPSYDLLFTLKVLEGLNRFSYQLSMDEQISKFAEGCLRDLDDLKVTISPIPQHYFLSSLLTNKLELQMQESLFEDGL
IPSWCVYLVETCPFLLSFSTRWKYFCLTVHRSFMADKASTPPDEASPDTEANIAVDVASTPPDETSSDTDEASTDADEAS
TAKRTKKHKVMRGNILEDAASMMSTHASSNETLEVVFEGEVGTGRGPTFEFYTTVSHELQRVGTGMWRGDNARKPEGETV
FLHATFGLFPQPWSSVSSSSRGIELSDVVKKFKLLGHLVARAVLDGRILDIPLSKAFYKIMLGQELDIYDIPTFDPELGK
TVLEFQALVKRKKFLETSSERASNPSAYLSYKNVRLEDLCLDFTLPGNPEYELVPGGSEKMVTLDNLEEYVYLIVDATLK
SGIDKQIQAFKSAINEVLSLKTLGMFNEEEIERILCGKQDAWASSKLEDHIQFDHGYEVNSQPIICFLEILREFGREEQR
AFIQFTTGAPQLPLGGLASLDPKLTVVRKKCDGNVDNELPSVNTCRHFIKLPPYSSKEIMRNKLKYALAEGLGSFHLS* 
>Bdis_3g00350                                                                   
MDPSPSSRRRARAAAAAAQAADKGKDPDPSSTSNPSPPAPLPNDDEDDDSAAPFPPSFTSASTALQGLLRRLGAGLDDLL
PGSAAAAAASSSTTSAQLKRILAGLQAEGDESRQLSSLMQLCEMLSIGTEDSLAAFPVDAFVPLLVGLLGREEAAGGASP
DVMLLAARALANLVDVLPSACSSVVHYGAIPCFCARLLTIEYMDLAEQSLQALRKISLEHPTACLRAGALMAVLSYLDFF
STGVQVLEHASVCLTRIAEAFAHYPEKLDELCNHGLVAQAASLVSISNSAGQTSLSTSTYTGLIRLLSTCASGSLLAAKT
LLLLGISGTIKDILSGSGLVAGTSVAPAMSRPADQMFEIVSLADDLLPHLPVGIISLPTHCRVFVKGSSAKKSASAKQDG
AGSTENERSGHESLLREHPELLQQFGMDLLPVMTQTYFWFSYLTTSGIGQVYGSSVNAPIRHKCLSIIGKLMCYSSAEMI
QTLLGTTNISSFLAGILAWKDPQVLIPALQIAEIMMEKLPETFSKLFVREGVVHAVEALICSESSNTVPPVSQQDKDCDP
VMSARPRRQRRRGGAAPTDNNSLDVSNVSNSGISSSSPTSTEVPVTSLRFEVSGRAKSFKDKYFPSDHGSSDIGVTDDLL
KLRTLCAKLNTATDSVVTKAKGKSKALSANHYDFSNDVEEQLDLIVTEILAELSKVDGVSTFEFIRSGAVAAFLDYLSCG
TFGKERVSEANLPKLRQQVLRRYKFFISVALSVDHGRNETPMTLLVQKLQSAFCSLERFPVVLSQSSRIGTGGSRLTSGL
GALSQPFKLRLCRAQGEKSLRDYSSNIVLIDPFASLAAVEEFLWPRVQRSEAASKPIVPSANCSESAVPGTTAGALSTPA
SAQSARCPTTRSKSSAASSGTSNKESLEESSSTAKGKGKAVLKPSSSSAEPKGPNTRNSTRRKAALEKDLEMKQTHGDST
SEDEDLDTSHIEIDDALMIDDDDISEDEDDDHEVLQEGSLPICVQDGVHDVKLGDTDDSNVGSASDNQAHPSSGSSARNI
MSRGANAAEFRSASTFGSQGAMSFVAATMAGLTSGGSRGVRGSRDRRGLSLGGSMNQQNKLIFMAGGKQLSKNLTVYQAI
QRQLMLDEDDEERFNGSDLPNDGNRFWGDVFTITYQKADSQVEKGSQGGSTSLHPKSDSCRSISETRRVSLLDSILQGEL
PCDLERTNSTYSILALLRVLEGLNQLSPRLRAQAAADDFAEGKIATLDELYETETKVPSEEFVNSKLTPKLARQMQDVLA
LCSGSLPSWCYQMTKACPFLFPFETRRQYFYSTAFGLSRALNRLQQHQGDNHNSGSEREVRFGRLQRQKVRVSRNRILDS
ATKVMEMFSSQRAVLEVEYFGEVGTGLGPTLEFYTLLGHELQSARLGLWRSSSPYGSEMEIDWSGMVHVNSEEELPGKEL
DSDFPDDRRHLIQAPLGLFPRPWPSDVDASEGSRFFKVIEYFRLIGRVMAKVLQDGRLLDLPLSTAFYKLILGQELDLFD
IISFDAELGKTLQEMQVLIERKRFLESTSGRNQLQVTDLCFRGTPVEDLCLDFTLPGFPNYVLKEGKQNTIVNIHNLEEY
VTLVVDATIKSGIMKQVEAFRSGFSQVFDISSLQIFSPQELDYLLCGRQEIWEPESLVDNIKFDHGYTAKSPAIINLLEI
MVEFTPDQQHAFCQFVTGASRLPPGGLAALSPKLTIVRKHPSSGVNTSNATGATEAADDDLPSVMTCANYLKLPPYSTKE
IMRKKLLYAILEGRGSFDLS*                                                           
>Bdis_4g07997                                                                   
MAAAAMAAHRASFPLRLQQILSGSRAVSPAIKVESEPPAKVKAFIDRVINIPLHDIAIPLSGFRWEFNKGNFHHWKPLFM
HFDTYFKTYVSSRKDLMLSDDMAESEPLTKNTILQILRVMQIVLENCQNKTSFAGLEHFKLLLASSDPEIVVVALETLAA
LVKINPSKLHMNGKLVNCGAINSHLLSLAQGWGSKEEGLGLYSCVVANERNQQEGLCLFPADMENKYDGTQHRLGSTLHF
EYNLCPVQDADQTSDKKSSNLCVIHIPDLHLQKEDDLSILKQCVDKFNVPPEHRFALFTRIRYAHAFNSPRTCRLYSRIS
LLAFIVLVQSSDAHDELTSFFTNEPEYINELIRLVRSEDIVPGPIRALAMLALGAQLAAYASSHERARILSGSSIISAGG
NRMVLLSVLQKAISSLSSPNDTSSPLIVDALLQFFLLHVLSSSSSGTTVRGSGMVPPLLPLLQDKDPSHMHLVCLAVKTL
QKLMEYSSPAVSLFKDLGGVELLSQRLHVEVQRVIGVADSHTSMVTNDTLKSEDDHFYSQKRLIKALLKALGSATYSPAN
PARSQNSNDNSLPMSLSLIFQNVSKFGGDIYFSSVTVMSEIIHKDPTCFPALKELGLPDAFLSSVTAGVIPSCKALICVP
NGLGAICLNTQGLESVRETSALRFLVDTFTSRKYLIPMNEGVVLLANAVEELLRHVQSLRSAGVDIIIEIINKLSSPRED
KVIEPTSTEERTDMETDVEGRDLVSAMDSGADGTNDEQFSHLSIFHVMVLVHRTMENSETCRLFVEKGGLQNLLTLLLRP
SITQSSGGMPIALHSTMVFKGFTQQHSTPLARAFCSSLKEHLKNALQELDTVSSSCEVIKLEKGNIPSLFIVEFLLFLAA
SKDNRWMNALLSEFGDVSRDVLEDIGRVHREVLWQISLFEEKKVEPEASSPKANDAQQVDTAVGETDDNRYTSFRQYLDP
LLRRRGSGWNIESQVSDLINIYRDTGRATTDSHRIGADRYPSSGLPSSSQDQPSSSSDANVKSEEDKKRSEHSSCCDMMR
SLSYHINHLFMELGKAMLLTSRRENSPINLSASVVSVATKIASIVLDHLNFEGHTISSEREITVTTKCRYLGKVVDFVDG
ILLDRPESCNPIMVNSFYCRGVIQAILTTFEATSELLFTMNRPPSSPMETDNKTGKEEKDTDCSWIYGPLSSYGAIMDHL
VTSSFILSSSTRQLLEQPIFSGSVKFPQDAERFMKLLQSKVLKTVLPIWGHPQFAECNVELISSVTSIMRHVYSGVEVKN
TVSNIGARLAGPPPDENAISMIIEMGFSRARAEEALRQVGTNSVEIATDWLFSHPEEPPEDDELARALAMSLGNSDTSAQ
EEDGKSNDLDLEEENVLLPPMDEVLSSCLRLLQAKETLAFPVRDMLVTISSQNDGQNRVQVLTYLIDHLKQCLVASDPLK
NTVLSALFHVLALILHGDAAAREVASKAGLVKVALNLLCSWELEPREGEITEVPNWVTSCFLAVDRMLQLDPKLPDVTEL
DVLKKDNSNTQTPIVIDDSKKRDSESSSSVGLLDLEDQKQLLMVCCKCIQKQLPSDTMHAILQLCATLSKVHVAAISFLE
SGGLHALLSLPTKSLFSGFNSLVSTIIRHILEDPHTLQQAMELEIRHSLVTAANRHANPRVTPRNFVQNLAFVVYRDPLI



FMKAAQAVCQIEMVGDRPYVVLLKDREKEKSKEKEKDKSVDKDKSSSAVTKITSGDMVSASPGSTKGKQSDLNAKSVKSH
RKPPQSFVSVIEHLLDLVMSFVPPPRSEDQPDGSSSTDMEIDSNSAKGKGKAVASTPEESKQAIQEATASLAKNAFVLKL
LTDVLLTYASSIQVILRHDAELSGPTRNSGGIFNHILQHFLPHATKQKKERKTDGDWRYKLATRANQFLVASSIRSPEGR
KRICSEICSIFVEFTDSPTGCKPQMLRMNAYVDLLNDILSARSPTGSSLSAESVVTFVEVGLVQSLTRTLQVIDLDHPDS
AKIVTAIVKALEVVTKEHVHLADFNAKGESSSKIISDQNNVDSSANRFQVLDTTSQPTAMVTDHRETFNAVHTSRSSDSV
ADEMDHDRDLDGSFARDGEDDFMHEIAEDRTGNESTMEIRFEIPHNREDDMADEDDDSDEDMSADDGEEVDEDDDEDEDE
ENNNLEEDDAHQISHPDTDQDDREIDEEEFDEDLLEEDDDEDEDEEGVILRLEEGINGINVFDHIEVFGGSNNLSGDTLR
VMPLDIFGTRRQGRSTSIYNLLGRASDQGVLDHPLLEEPSMLHIPQQRQPENLVEMAFSDRNHENSNSRLDAIFRSLRSG
RNGHRFNMWLDDGPQRSGSAAPAVPEGIEELLLSQLRRPTPEHPEDQSIPAVGAQENDQPSNLHGSETEAREDEPAEQNE
NIESDDIPAARSEVDVSASAGPAPPHSDELQRDASSASEHVADMQYERSDAVVRDVEAVSQASSGSGATLGESLRSLDVE
IGSVEGHDDGDRHGASDRIPLGDVQAAARSRRPPGSAVPVSSRDISLESVSEVPQNPVQESDPNANEGDQEPNRPADADS
IDPTFLEALPEDLRAEVLSSRQNQVTQASTDQPQNDGDIDPEFLAALPPDIREEVLAQQRAQRLQQTQELEGQPVEMDAV
SIIATFPSEIREEVLLTSPDTLLATLTPALVAEANMLRERFAHRYHSGSLFGMNSRNRRGESSRRGEIIGSGLDRNAGDS
SRQTSSKLIETEGTPLVDKDALVALIRLLRVVQPLYKGQLQRLLLNLCAHRESRKSLVQILVDMLMLDLQGSSKKSTDAT
EPPFRLYGCHANITYSRPQSSDGVPPLVSRRVLETLTYLARNHPNVARLLLFLQFPCPPTCQTGTLDQRRGKAVLMEGDS
EQQKAFALVLLLTLLNQPLYMRSVAHLEQLLNLLEVVMLNAENEINQAKLEASSEKPSGPENAAQDAQEDASVAGSSGAK
SNAEDSDKTPADDGSSLQAVLHSLPQAELRLLCSLLAHDGLSDNAYLLVAEVLKKIVALAPFFCCHFINELARSMQNLTL
CAMKELHLYEDSEKALLSTSSANGTAILRVVQALSSLVTTLQDRKDPELLAEKDHSDALSQISEINTALDALWLELSNCI
SKIESSSDYTSNLSPASASAPTLATGVAPPLPAGTQNILPYIESFFVTCEKLRPGQPISVQEASTSDMEDASTSSAGPKS
SASHTSLDDKHSPFVKFSEKHRRLLNAFIRQNPGLLEKSFSLMLKIPRLIDFDNKRAYFRSKIKHQHDHHHSPVRISVRR
AYILEDSYNQLRMRSPQDLKGRLTVHFQGEEGIDAGGLTREWYQLLSRVIFDKGALLFTTVGNDLTFQPNPNSVYQTEHL
SYFKFVGRVVGKALFDAQLLDVHFTRSFYKHILGAKVTYHDIEAIDPAYYRNLKWMLENDISDVLDLTFSMDADEEKLIL
YEKAEVTDCELIPGGRNIRVTEENKHEYVDRVAEHRLTTAIRPQINAFMEGFNELIPRELISIFNDKEFELLISGLPDID
LDDLKANTEYSGYSIASPVIQWFWEIVQGFSKEDKARFLQFVTGTSKVPLEGFSALQGISGPQRFQIHKAYGSTNHLPSA
HTCFNQLDLPEYTSKDQLQERYYGSCRSIPQPSRSR*MAAAAMAAHRASFPLRLQQILSGSRAVSPAIKVESEPPAKVKA
FIDRVINIPLHDIAIPLSGFRWEFNKGNFHHWKPLFMHFDTYFKTYVSSRKDLMLSDDMAESEPLTKNTILQILRVMQIV
LENCQNKTSFAGLEHFKLLLASSDPEIVVVALETLAALVKINPSKLHMNGKLVNCGAINSHLLSLAQGWGSKEEGLGLYS
CVVANERNQQEGLCLFPADMENKYDGTQHRLGSTLHFEYNLCPVQDADQTSDKKSSNLCVIHIPDLHLQKEDDLSILKQC
VDKFNVPPEHRFALFTRIRYAHAFNSPRTCRLYSRISLLAFIVLVQSSDAHDELTSFFTNEPEYINELIRLVRSEDIVPG
PIRALAMLALGAQLAAYASSHERARILSGSSIISAGGNRMVLLSVLQKAISSLSSPNDTSSPLIVDALLQFFLLHVLSSS
SSGTTVRGSGMVPPLLPLLQDKDPSHMHLVCLAVKTLQKLMEYSSPAVSLFKDLGGVELLSQRLHVEVQRVIGVADSHTS
MVTNDTLKSEDDHFYSQKRLIKALLKALGSATYSPANPARSQNSNDNSLPMSLSLIFQNVSKFGGDIYFSSVTVMSEIIH
KDPTCFPALKELGLPDAFLSSVTAGVIPSCKALICVPNGLGAICLNTQGLESVRETSALRFLVDTFTSRKYLIPMNEGVV
LLANAVEELLRHVQSLRSAGVDIIIEIINKLSSPREDKVIEPTSTEERTDMETDVEGRDLVSAMDSGADGTNDEQFSHLS
IFHVMVLVHRTMENSETCRLFVEKGGLQNLLTLLLRPSITQSSGGMPIALHSTMVFKGFTQQHSTPLARAFCSSLKEHLK
NALQELDTVSSSCEVIKLEKGNIPSLFIVEFLLFLAASKDNRWMNALLSEFGDVSRDVLEDIGRVHREVLWQISLFEEKK
VEPEASSPKANDAQQVDTAVGETDDNRYTSFRQYLDPLLRRRGSGWNIESQVSDLINIYRDTGRATTDSHRIGADRYPSS
GLPSSSQDQPSSSSDANVKSEEDKKRSEHSSCCDMMRSLSYHINHLFMELGKAMLLTSRRENSPINLSASVVSVATKIAS
IVLDHLNFEGHTISSEREITVTTKCRYLGKVVDFVDGILLDRPESCNPIMVNSFYCRGVIQAILTTFEATSELLFTMNRP
PSSPMETDNKTGKEEKDTDCSWIYGPLSSYGAIMDHLVTSSFILSSSTRQLLEQPIFSGSVKFPQDAERFMKLLQSKVLK
TVLPIWGHPQFAECNVELISSVTSIMRHVYSGVEVKNTVSNIGARLAGPPPDENAISMIIEMGFSRARAEEALRQVGTNS
VEIATDWLFSHPEEPPEDDELARALAMSLGNSDTSAQEEDGKSNDLDLEEENVLLPPMDEVLSSCLRLLQAKETLAFPVR
DMLVTISSQNDGQNRVQVLTYLIDHLKQCLVASDPLKNTVLSALFHVLALILHGDAAAREVASKAGLVKVALNLLCSWEL
EPREGEITEVPNWVTSCFLAVDRMLQLDPKLPDVTELDVLKKDNSNTQTPIVIDDSKKRDSESSSSVGLLDLEDQKQLLM
VCCKCIQKQLPSDTMHAILQLCATLSKVHVAAISFLESGGLHALLSLPTKSLFSGFNSLVSTIIRHILEDPHTLQQAMEL
EIRHSLVTAANRHANPRVTPRNFVQNLAFVVYRDPLIFMKAAQAVCQIEMVGDRPYVVLLKDREKEKSKEKEKDKSVDKD
KSSSAVTKITSGDMVSASPGSTKGKQSDLNAKSVKSHRKPPQSFVSVIEHLLDLVMSFVPPPRSEDQPDGSSSTDMEIDS
NSAKGKGKAVASTPEESKQAIQEATASLAKNAFVLKLLTDVLLTYASSIQVILRHDAELSGPTRNSGGIFNHILQHFLPH
ATKQKKERKTDGDWRYKLATRANQFLVASSIRSPEGRKRICSEICSIFVEFTDSPTGCKPQMLRMNAYVDLLNDILSARS
PTGSSLSAESVVTFVEVGLVQSLTRTLQVIDLDHPDSAKIVTAIVKALEVVTKEHVHLADFNAKGESSSKIISDQNNVDS
SANRFQVLDTTSQPTAMVTDHRETFNAVHTSRSSDSVADEMDHDRDLDGSFARDGEDDFMHEIAEDRTGNESTMEIRFEI
PHNREDDMADEDDDSDEDMSADDGEEVDEDDDEDEDEENNNLEEDDAHQISHPDTDQDDREIDEEEFDEDLLEEDDDEDE
DEEGVILRLEEGINGINVFDHIEVFGGSNNLSGDTLRVMPLDIFGTRRQGRSTSIYNLLGRASDQGVLDHPLLEEPSMLH
IPQQRQPENLVEMAFSDRNHENSNSRLDAIFRSLRSGRNGHRFNMWLDDGPQRSGSAAPAVPEGIEELLLSQLRRPTPEH
PEDQSIPAVGAQENDQPSNLHGSETEAREDEPAEQNENIESDDIPAARSEVDVSASAGPAPPHSDELQRDASSASEHVAD
MQYERSDAVVRDVEAVSQASSGSGATLGESLRSLDVEIGSVEGHDDGDRHGASDRIPLGDVQAAARSRRPPGSAVPVSSR
DISLESVSEVPQNPVQESDPNANEGDQEPNRPADADSIDPTFLEALPEDLRAEVLSSRQNQVTQASTDQPQNDGDIDPEF
LAALPPDIREEVLAQQRAQRLQQTQELEGQPVEMDAVSIIATFPSEIREEVLLTSPDTLLATLTPALVAEANMLRERFAH
RYHSGSLFGMNSRNRRGESSRRGEIIGSGLDRNAGDSSRQTSSKLIETEGTPLVDKDALVALIRLLRVVQPLYKGQLQRL
LLNLCAHRESRKSLVQILVDMLMLDLQGSSKKSTDATEPPFRLYGCHANITYSRPQSSDGVPPLVSRRVLETLTYLARNH
PNVARLLLFLQFPCPPTCQTGTLDQRRGKAVLMEGDSEQQKAFALVLLLTLLNQPLYMRSVAHLEQLLNLLEVVMLNAEN
EINQAKLEASSEKPSGPENAAQDAQEDASVAGSSGAKSNAEDSDKTPADDGSSLQAVLHSLPQAELRLLCSLLAHDGLSD



NAYLLVAEVLKKIVALAPFFCCHFINELARSMQNLTLCAMKELHLYEDSEKALLSTSSANGTAILRVVQALSSLVTTLQD
RKDPELLAEKDHSDALSQISEINTALDALWLELSNCISKIESSSDYTSNLSPASASAPTLATGVAPPLPAGTQNILPYIE
SFFVTCEKLRPGQPISVQEASTSDMEDASTSSAGPKSSASHTSLDDKHSPFVKFSEKHRRLLNAFIRQNPGLLEKSFSLM
LKIPRLIDFDNKRAYFRSKIKHQHDHHHSPVRISVRRAYILEDSYNQLRMRSPQDLKGRLTVHFQGEEGIDAGGLTREWY
QLLSRVIFDKGALLFTTVGNDLTFQPNPNSVYQTEHLSYFKFVGRVVGKALFDAQLLDVHFTRSFYKHILGAKVTYHDIE
AIDPAYYRNLKWMLENDISDVLDLTFSMDADEEKLILYEKAEVTDCELIPGGRNIRVTEENKHEYVDRVAEHRLTTAIRP
QINAFMEGFNELIPRELISIFNDKEFELLISGLPDIDLDDLKANTEYSGYSIASPVIQWFWEIVQGFSKEDKARFLQFVT
GTSKVPLEGFSALQGISGPQRFQIHKAYGSTNHLPSAHTCFNQLDLPEYTSKDQLQERLLLAIHEANEGFGFG*      
>Bdis_4g33520                                                                   
MTTHSAASSSGAGGSLYASPRSVHFFVRATDSKTIAMHAAWDDTVGAVLDHLAGCGYGRDLRLLYAGRQLLPEATIASLC
LPPDSTLHLAARLRSTPHPEAWQLASHIAATAAAAEAAAASTPTHSLDWLVKEYIICASSRRKRGDRDDPVDTLSTEHRA
EEYLDIFLQAGAAVALVRLYLSNSSFFRSFAERAIKCFLSMDPVSPIPAAIKPVTAPVLLEFCRLLSVTAGSKDSLYKSC
RYTLASVLCEPLSPLTSSKSPARVIEQVLPFAREVVEVVLSGLTSESMMVTRADLEEFSNFFKVLRHQVRRWMPDGPMRK
NLYNREHEHSDTWVWELHEMSMNLLRSVDECLKRLEMDLSTLSSESRGVIESQPMWANRLHILAMLTELDFISAIFEDVA
HNLRFVLLAHKAPLNALVRSSKRNEHLHWLVKHKDLLCFEARRNLVLMLFSEGKDDYGELHEMLIDRSHLLDESFEYITQ
ARPSELHSGLFMEFKNEEATGPGVLREWFCMVCQALFSPQQVLFSPCPNDQRRFYLNGTSVVDPLHLKYFIFSGRIIGLA
VMHKVQVGIVLDRTLFLHLAGRSITLEDIAAADPVTYASCKRILEMGATDIDELTLTFSRDIHTLGSRRTIELCAGGQDI
SVNIRNREHYIDLLIKNIFVDSISAQLANFAKGFSEILASPDLRKVFFGFLDLEDFDRILGGSNSTINLKDWRSHTQYNG
YKEKDRHINWFWKVVESMTIEQQRQLLFFWTSVKYLPSDGFGGLSSKLYIYKTLESADHLPSSHTCFYRLCLPPYPSLKV
MQNQLHKITQEHVSCSFGTW*                                                           
>Bdis_5g04567                                                                   
MDTPADNNPNPPPRRRGRPSNADKGKERQQQQEPSESSRLREAEQMLGLSFDGMEDDDDAGLGSGALPHSLTTASSALQG
LLRKLGAGLDDYLPSSALSAAAAASSSVSGQHGGRLKKMLVGLRADGEDGKQVEALTQLCEMLSICTEDSLGAFSVDSFV
PVLVGLLNHESNPDIMLLAARALTHLCDVLPSSCSAVVHYGAVPCFCARLLTIEYMDLAEQSLQALKKISQEHPTACLRA
GALMAVLSYLDFFSTGVQRVALSTAANICRKLPSDASDFVMEAVPLLTNLLNYHDTKVLEHASVCLTRISEAFASSPEKL
DELCNHGLVAQAAGLVSVSNSAGQASLSTATYTGVIRLLSICASGSPLAAKTLLLLGISGTIKDILSGSGLVAGITVSPT
LTRPADQMYEIVNLADEVLPPLPVGTVTLPARSHVLMKGSAVKKPASIKQEESGSVNNEVSGREKLLRDQPQLLQQFSMD
ILPIMTQVYGSSVNGPIRHRSLSVIAKLMYYSSAEMIKFLLGTTNISSFLAGMLASKDPQVLVPALQIAEILMEKLPGTF
SKMFVREGVVHAVESLTCLEISSPMPSQVSLPDNDIDSGTCTSSRSRRSRRRSSAVNTENNSLDESKGSHPIMANSPPST
LENPNTSLRAAVSDRAKSFKDKYFPSGPGSSDTAVTDDLLKLRALCATLNTTADTVKTKAKGKSKSLGGDDFDILSDVEK
HLDDIVAEILSELSKGDGVSTFEFIGSGVIETLLNYLSCGTFGREKVSEANLPKLRRQALRRYKSFIYVALPNDAVGNRT
PMAFLVHKLQSALSSLERFPVVISHSGRTSSLGGSRQSSGLSALSQPFKLRLCRAQGEKSLKDYSSNIVLIDPLASLAAV
EEFLWPRVQRNESISSAAVSSAKNSESVTPDTPAPVPSSTPSVRRPSTRSKSLAAASCAAKKDSQDGSINTSKGKGKAVV
QSTTDEPKGLRYTRAAASRKAAPEKDAEVKLPHGQSSSEDEELDASPFEDEDAVMIDDDNDDVSDDDHEVLRGSHPLRVP
DRVHDVKLGDGHDSSTASIANDNQIQPSSGSTMKDTNSSRGSGAAEFRNPSMLGSRGAMSFAAAAMAGLASAGSRGIRGS
RDRHGLSFGTSANDHNKLIFAAGGKQLSKHLTLYQAMQRQVVHDEDDEERSGGSDLPNDGSRFWSDIFTITYQKADNEVD
MKGSASVLKSSKSDFSGATSEVQCTSLLDSILQGELPCDFEKSTQTYKILALLRVLEGLNQLSPRLRLQASCDDFAEGKV
ATLDGLSGIGAKVPSEEFVSSKLTPKLARQIQDVLALCSGSLPSWCYQMTKACPFLFPFETRRQHFYSTAFGLSRALNRL
QQQQGENNNLATEREVRVGRLQRQKVRVSRNRILDSAAKVMEMFSSQKAVLEVEYFGEVGTGLGPTLEFYTLLSHDLQRV
GLGLWRSDSPHDSDSLEAKKHDSAERRNLIQAPLGLFPRPWPSTTVSSEGSKFFKVVEYFRLAGRVMAKALQDGRLMDLP
LSTAFYKLLLGQELDLYDILSFDTEFGKILQELQVLVERKRFLESCDLNQQVRDLCFHGSPIEDLCLDFTLPGYPDYVLK
EGKENTLVCIYNLEEYISLVVDATIKTGIMRQIEAFKAGFNQVFDMSSLQIFSPQELDYLICGRRELWEPETLVEHIKFD
HGYTSKSPAIVNVLEIMAEFTLEQQHAFCQFVTGAPRLPPGGLAALNPKLTIVRKHSSTSQNNSNTAGATETADDDLPSV
MTCANYLKLPPYSTKEVMHKKLLYAINEGQGSFDLS*                                           
>Sbic_01g011845                                                                 
MNQPNIDLTTQWISRKMLRPFLFFITQPSSWYNGQQSKTVESILTCFKILLNSINSMDASKNFCSFAVGMPEERSIWLYQ
AKKLISLCSFILARCDHSCCKDGNIVDMTAIAMRLAVSLTDFKTWKSLNSENTRAADASVESLIEFIGSCQSGTYNCVRQ
YIKCLGPHVTSVKKSSATATDDDFLITASAVTLALRPFHSKKVERGADLNGASKKYFTLILTIPYLCKRMPPLLLPALKH
FSVLQPSLNILLISKDKIFEEIIKLEQSEVSASIIPYSGWALGNVVSLVTNHDDLSNSGCFIQELDFCLYVDVINCISQH
LLESFEKSKGMSQNVGNTTFHADTSVVEEGDTNDGCRMRTLFMDLLKPIYQQWHLRKLLMLAKEDFSCGRATNYDPNLKN
IHFRSLKLSDVVCFYCHMLRIFSSLNPSIGALPILNMLAFSPGFIVDLWGALEMSIFGPPIQNSQETGHGKQLATSSSGE
QVSSMRQRRNAKDTANKWANVLQKITGKSNDSEEGTIPDSILFSQQSNDDALTSWDIEAMRHASEGIGNDLRCMMYLFCA
IYGHLLLVLDDIEFYEKQVPFTLEQQRKIASALNTFVYNSFIQNSVSYSKPLVDVAVRCLNLLYERDSRHKFCPISLWLA
PARNGRIPIAAAARVHEAAFGNFPGNNSSGVPPRSSVLTTLPHVYPFEERVQMFREFIESDKASRRVTGEVSGPGPGSIE
IVIRRGHIIEDGYRQLNCLRSKLKSCIHVSFVSECGLPEAGLDYGGLSKEFLTDLSKTAFSPEYGLFSQTSASDTSLIPS
NSAKLLDNGIDMIEFLGRVVGKALYEGILLDYSFSPVFVQKLLGRYNFLDELSTLDRELYRNLMQLKHYDGDVEDLFLDF
TVTEELGGKRIVHELRPGGKNISVTNENKLHYVHAMADFKLNRQILPFANAFYRGLSDLISPYWLSLFNANEFNQLLSGG
LRDFDVDDLRNNTKYTGGYTESSRTVKLFWEVIKGFKPTERCLLLKFVTSCSRAPLLGFKYLQPSFTIHKVPCDVTLWAS
IGGQDVDRLPSASTCYNTLKLPTYKRSSTLRSKLLYAISSNTGFELS*                                
>Sbic_02g016200                                                                 
MPPNIKSFINSVTTVPLENVELPLKNFAWEFDKGDFHHWVDLFNHFDSFFESYIKSRKDLHLEDNFLDVDPPFPREAVLQ
ILRVSKLILENCTNRHFYIFFEQHLSALLASTDADIIEASLQTLMAFVDKSVGKSSIRNASLASKLFAFSQGWGGKEGGL



GLIACSLPSVSDPVSTEVGSTLHFEFYRAADKSEKSQCLENENRLEVIHLLNVNACKETDLEILDKLIKDYSVPQALRFP
LLTRLRFARAFDSLTCRHQYICIRLYAFIVLVQAGHDSEGLSTFLSNEPEFIDELLSLLSYEDEIPEKIRILGILSLVAL
CQDRSHQPTLLSSVTSGGHRGILPSLMQKAVDSIINGSMKWSIIFAEALLSLVSMLVSSTPGSLALQDAGFIPTILPLLK
DTKTQHLHLVGTAVHVIESFLDYHNPSSALFRDLGGLDDTIARLKIEVSQIEVVSKKIEESHSNNNGKKIFKRSKDFGGG
VFSLAANVMSDLIHKDPTCYTVLDAAGLPQAFLDAIMGGVLYNSDAVSCIPQCLDALCLNSNGLQLVKDRNALRCFVKIF
TSRSYLKALSGDTTGALSSGLDELMRHASSLRSSGVSMFIEILDTISKVGHGGDSISCNKESDNSSAAVSMDTDVEVATT
QSEGVPPEVGCSVKTVDAPLDALTSSSIELFLPECICNVARLLETVLQNTDTCRLFIEKKGIEAVLQLFKLPSIPVSVSI
GQSISVAFKNFSPQHSVSLARVVCSFFRDHLKMTNELFGSISGTKLLDSEPTKQSALLKSLSTLEGLLSLANFLLKGTAI
MVSELAFADAEILKELGKVYIEVTWQISLLSDSKVDKQEADQDDLAGDASISERDSDDDTNTAPFSRYTNPVSARASLSP
WSMEQDFVSTVRSAANMHRHGRHSLSRISGRPNGVFDATNTDVDGPCFPEETSRSHDALKKSPDVVVSELLTKSGYTMRS
FLSSLVKGLAARRRADSILNPASRSLVTALAQFFLSALGFSGHSTAGFEMSLSVKCCYLGKVVEDMAVLTFDSRRRLCNS
ALVNSFYVNGTFKEVLTTFEATSQLLWTLPFSVLAAATDQGSSVSEKVSHNSWLLDTLQSYFKFLEYCVNSTFLLSPSSS
HNQLLVQPIVTELSINLFPVPSDPESFARMLKSQVLDAVLPVWNHTMFPECSPALVTSLVSIMNNICSVVGDMKQNRSSV
GVANQRVTSPPLDESAIATIVEMGFSRARAEESLRSIRTNSVEMATDWLFSHPEEFVQEDVQLAQALALSLGSSIETPKE
DGSHKNDTAIAEEKSVFVLPLDDILTVSTKLFRSNDSTMAFPLTDLLMTICNRNKGEYCKRVVLYLFEQLRCFSSDTTGD
MGALYSVAHLLALLLSEDSGIREISAENGVISQVLNMLESLKSRTDQTDQTWNSISALLLILDNMLQFNPKLYIETMDGI
SKSISDASSADSKANPLPTAENRTEIIDSADDASANVCRKVLGKSTGYLNDQESQKALVFCCAFIKLCVPATVMQAVLQL
SARLTKTHALAAHFFESGGLASLLNLPGTCIFPGFEALASAIVRHLIEDPQTLQSAMELEIRQSLSNRGSRTPRSFLTIM
APLISRDPVIFMKAVTSVCQLDYSGGRMNVVLLKDKEKDREKQKVPVTESGVPCNEPVRLTAEVKSVDTPNRCSRNPKKV
PACLSQVIDQLLEIIMSYPSASKEHRFDGYSLLTPMDVDEPNTKGKSKVDDDQELDGDALSERSALLSKFAFVLKLMSEI
LLMYVHAVGIILRRDTEISQARSCDQVAGHSGLLHHIFYLLLPLPSIKMADASDDWIGKLSERASWFLVALCCRSAEGRR
RVVSEIVKAFNYFIGSASNTSKGSLIPDRKVLALSELVNSILSRNSQSNLPVLGCSPDIAKPMVDGGMVQSLSGLLKVID
LDHPDAARVVNLILKALDSLTRTAYASDQVLKTDRFTNNRLPGSHEQTREADDTVIHEQTTGGTHHHTNDIIQSASQQAQ
ELSHIGGNNNENFDQPAEQEMGVDLADNNNTSNGNPPMRAVQFMREEAIEGNVMATSTDVSLAFSVQHQVDDEMGVEDED
LGEEGEDEDDEDEDDEEIADEGAGLMSIADTDIEDQENNAIDDEYNDDLMDEDDDFLENRVIEVRWRESLTGMDNHLRFS
RGRADSSGFIDISSESFHGVGTDDSFNLHRSFGLERRRQSGSRSLLDRPRTEGNAFLHPLLVRPAHSREGTSLEWPSGRT
SSRDFHTLSFGNSDIPLYMLDAGFPQETSPAVFGERVVSTAPPPLIDFSLGLDSLRIRRGPGDNLWTDDGHPQAGNHAAA
VAQAVEGHFVSQLTVASNSNNAPQVQPEQTGNGVNAQLALPDTGNAEPVATDPLCQPGSHQPVCTVNQGLAPANDVRCPT
DVHVNQQLAGSIYDNRVEEEVRQTAPDDPNAALPQSDEMMCIADTQLDGHPERDSLSGNESYGHIMQNEIEAPRQVHLSN
DPREAPSDQSSCHALVTSATAAPELSDAHVDSAAVDADVDMNSVDIAENEVENSAPASDGNDLSSRRHEEAEPQTEQPNA
NNEASSANEIDPTFLEALPEDLRAEVLASQQNRSAPAASYTPPAAEEIDPEFLAALPPDIQAEVLAQQRAQRIAHSQPVG
QPVDMDNASIIATFPPDLREEVLLTSSEAVLSALPSALLAEAQMLRDRELSRYRARGSLFGGSYRLGGRRLPTDNQTIID
RAVGVTVGRRVISTTPGGSKGKDVEGTPLLDSEALRALIRLLQLAPPLSKGLLQRLMFNLCAHSVTRVTLVGHLLDMIKP
ESEGLSVSDCMATYRLHGCQWNIVYAQPYSANGLPPLVTRRLLELLTYLASNHPSVADLLIHFSPSASSNCLTLQHNKET
SQESPTPNRMQPSSEGYTPILLFLKLLNKPLFLRSRVYLEQVMCLLEVVVNNAASQIDCPPHSAQITNSSDIELVDGTPS
QTHVEPSTLEQGHIPDNNQSRDVEVPPTCAKQNDNVHEILTQLPDAELHNLCNILALEGLPDKVYSLAAEVVKQLASVAA
SHRKFFSIELAGVAQSLSSSAVEELLTLKNTQMLGLSTCSMAGAAILRVLQVLSTLTSGVMDSRHEKDLLQEEQSILWDL
NVGLEPLWQELSDCISATEAKFVHNSSLASHAPLMDALEVGASSSGSSSLPPGTQRLLPFIESFFVLCEKLQTNQPVTLS
DYSVTAPEVKESAGSSSSPSLKTSGICNVTFIRVAEKHRRLLNVFIRQNPSLLEKSLSMMLKVPRLIDFDNKRAYFRSRI
RQQHDQHLSAPLRISVRRAYVLEDSYNQLRLRRTQDLKGRLTVQFQGEEGIDAGGLTREWYQLLSRVIFDKGALLFTTVG
NNATFQPNPNSVFQTEHLSYFKFVGRVVAKALFDGQLLDVHFTRSFYKHILGAKVTYHDIEAIDPDYYKNLKWMLENDVS
DLPDLTFSMDPDEEKHILYEKTEFNNFSTQVTDYELKPGGRNIKVTEETKQEYVDLVAEHILTTAIRPQINGFLEGFTEL
VPRDLISLFNDKELELLISGLPEIDLDDLKVNTEYIGYSAASPVIQWFWEVVKAFSKEDMARLLQFVTGTSKVPLEGFKA
LQGISGPQRFQIHKAYGAPDRLPSAHTCFNQLDLPEYTSKEQLEERLLLAIHEASEGFGFG*MPPNIKSFINSVTTVPLE
NVELPLKNFAWEFDKGDFHHWVDLFNHFDSFFESYIKSRKDLHLEDNFLDVDPPFPREAVLQILRVSKLILENCTNRHFY
IFFEQHLSALLASTDADIIEASLQTLMAFVDKSVGKSSIRNASLASKLFAFSQGWGGKEGGLGLIACSLPSVSDPVSTEV
GSTLHFEFYRAADKSEKSQCLENENRLEVIHLLNVNACKETDLEILDKLIKDYSVPQALRFPLLTRLRFARAFDSLTCRH
QYICIRLYAFIVLVQAGHDSEGLSTFLSNEPEFIDELLSLLSYEDEIPEKIRILGILSLVALCQDRSHQPTLLSSVTSGG
HRGILPSLMQKAVDSIINGSMKWSIIFAEALLSLVSMLVSSTPGSLALQDAGFIPTILPLLKDTKTQHLHLVGTAVHVIE
SFLDYHNPSSALFRDLGGLDDTIARLKIEVSQIEVVSKKIEESHSNNNGKKIFKRSKDFGGGVFSLAANVMSDLIHKDPT
CYTVLDAAGLPQAFLDAIMGGVLYNSDAVSCIPQCLDALCLNSNGLQLVKDRNALRCFVKIFTSRSYLKALSGDTTGALS
SGLDELMRHASSLRSSGVSMFIEILDTISKVGHGGDSISCNKESDNSSAAVSMDTDVEVATTQSEGVPPEVGCSVKTVDA
PLDALTSSSIELFLPECICNVARLLETVLQNTDTCRLFIEKKGIEAVLQLFKLPSIPVSVSIGQSISVAFKNFSPQHSVS
LARVVCSFFRDHLKMTNELFGSISGTKLLDSEPTKQSALLKSLSTLEGLLSLANFLLKGTAIMVSELAFADAEILKELGK
VYIEVTWQISLLSDSKVDKQEADQDDLAGDASISERDSDDDTNTAPFSRYTNPVSARASLSPWSMEQDFVSTVRSAANMH
RHGRHSLSRISGRPNGVFDATNTDVDGPCFPEETSRSHDALKKSPDVVVSELLTKSGYTMRSFLSSLVKGLAARRRADSI
LNPASRSLVTALAQFFLSALGFSGHSTAGFEMSLSVKCCYLGKVVEDMAVLTFDSRRRLCNSALVNSFYVNGTFKEVLTT
FEATSQLLWTLPFSVLAAATDQGSSVSEKVSHNSWLLDTLQSYFKFLEYCVNSTFLLSPSSSHNQLLVQPIVTELSINLF
PVPSDPESFARMLKSQVLDAVLPVWNHTMFPECSPALVTSLVSIMNNICSVVGDMKQNRSSVGVANQRVTSPPLDESAIA
TIVEMGFSRARAEESLRSIRTNSVEMATDWLFSHPEEFVQEDVQLAQALALSLGSSIETPKEDGSHKNDTAIAEEKSVFV
LPLDDILTVSTKLFRSNDSTMAFPLTDLLMTICNRNKGEYCKRVVLYLFEQLRCFSSDTTGDMGALYSVAHLLALLLSED
SGIREISAENGVISQVLNMLESLKSRTDQTDQTWNSISALLLILDNMLQFNPKLYIETMDGISKSISDASSADSKANPLP



TAENRTEIIDSADDASANVCRKVLGKSTGYLNDQESQKALVFCCAFIKLCVPATVMQAVLQLSARLTKTHALAAHFFESG
GLASLLNLPGTCIFPGFEALASAIVRHLIEDPQTLQSAMELEIRQSLSNRGSRTPRSFLTIMAPLISRDPVIFMKAVTSV
CQLDYSGGRMNVVLLKDKEKDREKQKVPVTESGVPCNEPVRLTAEVKSVDTPNRCSRNPKKVPACLSQVIDQLLEIIMSY
PSASKEHRFDGYSLLTPMDVDEPNTKGKSKVDDDQELDGDALSERSALLSKFAFVLKLMSEILLMYVHAVGIILRRDTEI
SQARSCDQVAGHSGLLHHIFYLLLPLPSIKMADASDDWIGKLSERASWFLVALCCRSAEGRRRVVSEIVKAFNYFIGSAS
NTSKGSLIPDRKVLALSELVNSILSRNSQSNLPVLGCSPDIAKPMVDGGMVQSLSGLLKVIDLDHPDAARVVNLILKALD
SLTRTAYASDQVLKTDRFTNNRLPGSHEQTREADDTVIHEQTTGGTHHHTNDIIQSASQQAQELSHIGGNNNENFDQPAE
QEMGVDLADNNNTSNGNPPMRAVQFMREEAIEGNVMATSTDVSLAFSVQHQVDDEMGVEDEDLGEEGEDEDDEDEDDEEI
ADEGAGLMSIADTDIEDQENNAIDDEYNDDLMDEDDDFLENRVIEVRWRESLTGMDNHLRFSRGRADSSGFIDISSESFH
GVGTDDSFNLHRSFGLERRRQSGSRSLLDRPRTEGNAFLHPLLVRPAHSREGTSLEWPSGRTSSRDFHTLSFGNSDIPLY
MLDAGFPQETSPAVFGERVVSTAPPPLIDFSLGLDSLRIRRGPGDNLWTDDGHPQAGNHAAAVAQAVEGHFVSQLTVASN
SNNAPQVQPEQTGNGVNAQLALPDTGNAEPVATDPLCQPGSHQPVCTVNQGLAPANDVRCPTDVHVNQQLAGSIYDNRVE
EEVRQTAPDDPNAALPQSDEMMCIADTQLDGHPERDSLSGNESYGHIMQNEIEAPRQVHLSNDPREAPSDQSSCHALVTS
ATAAPELSDAHVDSAAVDADVDMNSVDIAENEVENSAPASDGNDLSSRRHEEAEPQTEQPNANNEASSANEIDPTFLEAL
PEDLRAEVLASQQNRSAPAASYTPPAAEEIDPEFLAALPPDIQAEVLAQQRAQRIAHSQPVGQPVDMDNASIIATFPPDL
REEVLLTSSEAVLSALPSALLAEAQMLRDRELSRYRARGSLFGGSYRLGGRRLPTDNQTIIDRAVGVTVGRRVISTTPGG
SKGKDVEGTPLLDSEALRALIRLLQLAPPLSKGLLQRLMFNLCAHSVTRVTLVGHLLDMIKPESEGLSVSDCMATYRLHG
CQWNIVYAQPYSANGLPPLVTRRLLELLTYLASNHPSVADLLIHFSPSASSNCLTLQHNKETSQESPTPNRMQPSSEGYT
PILLFLKLLNKPLFLRSRVYLEQVMCLLEVVVNNAASQIDCPPHSAQITNSSDIELVDGTPSQTHVEPSTLEQGHIPDNN
QSRDVEVPPTCAKQNDNVHEILTQLPDAELHNLCNILALEGLPDKVYSLAAEVVKQLASVAASHRKFFSIELAGVAQSLS
SSAVEELLTLKNTQMLGLSTCSMAGAAILRVLQVLSTLTSGVMDSRHEKDLLQEEQSILWDLNVGLEPLWQELSDCISAT
EAKFVHNSSLASHAPLMDALEVGASSSGSSSLPPGTQRLLPFIESFFVLCEKLQTNQPVTLSDYSVTAPEVKESAGSSSS
PSLKTSGICNVTFIRVAEKHRRLLNVFIRQNPSLLEKSLSMMLKVPRLIDFDNKRAYFRSRIRQQHDQHLSAPLRISVRR
AYVLEDSYNQLRLRRTQDLKGRLTVQFQGEEGIDAGGLTREWYQLLSRVIFDKGALLFTTVGNNATFQPNPNSVFQTEHL
SYFKFVGRVVAKALFDGQLLDVHFTRSFYKHILGAKVTYHDIEAIDPDYYKNLKWMLENDVSDLPDLTFSMDPDEEKHIL
YEKTEVTDYELKPGGRNIKVTEETKQEYVDLVAEHILTTAIRPQINGFLEGFTELVPRDLISLFNDKELELLISGLPEID
LDDLKVNTEYIGYSAASPVIQWFWEVVKAFSKEDMARLLQFVTGTSKVPLEGFKALQGISGPQRFQIHKAYGAPDRLPSA
HTCFNQLDLPEYTSKEQLEERLLLAIHEASEGFGFG*                                           
>Sbic_02g028170                                                                 
MSAALACLRRTSKRRRDAPDHALPPSSKQPLMAHAGAGADAAESSSSASASASGGDGASAAAAAASASSPPASPRELHFF
VRATDSRTIAMHAAWDDTVGALAPEATLAELCLLPDSTLHLLARLRSTQHPHAWQLASHIASTAAAAESEPSRIPAAAFS
LDELVKEFILRAHRANLGLSRHDRASTGEDRAPADHAAEYLDIFLQAGAALALVRLYLSKSPFRSYAETAIKCFVATDPS
SLPMDVLVVTAPVLLEFCRLLSLAAGKKELLYRSCRRTLASVLSTRPRLPPSMNSPTRLIEQVLPFARETVDLVLDGLAS
MPMIIPPSDLDEFSNFLKVMCQQARHWISGEGPMPSNLYSRESEHGDTWIWRFHNMSMDMLKRLDECLKTLEMDLSLSSE
STGVMDSQTTWAARSHILVILTELDFISAIYEDVGHNLQLVLLAHRAPLNALVRCSKRNERLHWLVKHKNLLCFEARRNL
VFMMLPEGKDDFGELHEMLIDRSHLLDESFNYIAQAKQTELRGGLFMEFKNEEATGPGVLREWFCLVCQALFSPKQVLFS
PCPEDKRRFYLNETSAVDPLHLKYFTFAGRIIGLALMHKVQVGVVLDRTLFLHLAGRSITLEDISVADPVKYASCKKILE
MDAAEIDSLYLTFSRGAHELGTEKVIDLFPGGQDISVNIRNRELYINLLIKNIFVDSISSQLTHFTEGFADILVNPKRRE
EFFECLDLEDLDRLLGGNNNAINLQDWKSHTQYNGYKEKDRQITLFWKID*                             
>Sbic_04g000340                                                                 
MPSRPRRQRRRGGAVAAENSSLDESNSSNLGVTCSTTITSEAPNTSLRLAVSDHAKSFKDKYFPADTDSSDIGVTDDLLK
LRALCAKLNTVSENVKTKAKGKSKAISANFLDISIDVEEQLDKIISEILSELSKVNGVSTFEFIRSGVVTALLDYLSCGT
FGKEKVSEGNLPQLRQQVLRRYKSFISVALSIDHERDETPMALLVQKLQSALSSLERFPVVLSQSSRIGIGGSRLTSGLS
ALAQPFKLRLSRAQGEKSLRDYSSNIVLIDPFASLAAVEEFLWPRVQRGEVPSKPIIPSGNNSESGVPGTTAGASLTAAM
AQSGRRPTTRSKSSAAGVGTSKKDSHDESTSTAKGKGKAIVKPNSDESKGPNTRNAARQKSASEKDSEMKRAQGHSSSEV
LQEGSLPICSQDGVHDVKLSDADECNIGSASFSQAQPSSGSGARNTSSRVPDSTEFRSTSTFGSRGAMSFVAATMAGLAS
VGGRSVRGGRDRRGLSLGGSMNDHNKLIFTAGGKQLSKHLTVYQAIQRQLMLDEDDEERFNGSDIPNDGNRFWGDVFTIT
YQKADNQVEKGCQGTSTSLNIKSDSYRSISEAQGVSLLDSILQGELPCDLERTNSTYNILALLRVLEGLNQLSSRLRLQG
ASDDFAEGKITTLDELYRTGAKVPSEVFVNSKLTPKLARQMQDVLALCSGSLPSWCYQMTKACPFLFPFETRRQYFYSTA
FGLSRALNRLQQQQSDNHSSGGEREVRFGRLQRQKVRVSRNRILDSAAKVMEMFSSQRAVLEVEYFGEVGTGLGPTLEFY
TLLSHELQSAQLGLWRSSSYDSGLHIDRKDVISLDPEDDSSGKGPNTDLPGDGRHLIQAPLGLFPRPWPPKVDASEGSRL
FKVLEHFRLIGQVMAKVLQDGRLLDLPLSTAFYKLILGQELDLFDIVSFDSEFGKTLQELRVLVERKQFLESTCGKNQLQ
VADLRFHGASIEDLCLDFTLPGYPDYVLKEGEGSTIVNIYNLEEYITLVVDATVKSGIKRQVEAFRSGFNQVFDMSSLHI
FSPQELDYLICGRQEIWELESLVDNIKFDHGYTAKSPAIVNLLEILSEFTPEQQHAFCQFVTGAPRLPPGGLAALNPKLT
IVRKHPSSAVNTSNSTGATESADDDLPSVMTCANYLKLPPYSTKEIMRKKLLYAILEGRGSFDLS*              
>Sbic_06g003290                                                                 
MDSSGDNNSNPNPPPRRRGRPSNADKGKEQQQPEPSHSSRVREAERLLGLGFEGIEDDDDAGFGAGAIPHSLTSASTALQ
GLLRKLGAGLDDILPSSALSAAAAAAAASSSSASGQLGGRLKKILAGLRADGEDGRQIEALTQLCEMLSIGTEESLGAFS
VDSFVPVLVGLLNHESNPDIMLLAARALTHLCDVLPSSCSAVVHYGAVPCFCARLLTIEYMDLAEQSLQALKKISLEHPT
ACLRAGALMAVLSYLDFFSTGVQRVALSTAANMCRKLPSDASDFVMEAVPLLTNLLNYHDSKVLEHASVCLTRIAEAFSP
FPEKLDELCNHGLVAQAASLVSVSNLAGQASLSTSTYTGVIRLLSICASGSPLAAKTLLLLGISGTLKDILSGSGLVAGT
TVSPALTRPADQMNEIVKLADELLPPLPVGTISLPMYSDIHMKGSSVKKSTSNKQGEHGSTGIELSGREKLLRDQPELLQ



QFGMDLLPTMTQVYGSSVSGPIRHKCLSVIGKLMYFSSAEMIQSLLSTTNISSFLAGILAWKDPQVLIPALQIAEVLMEK
LPEIFVKMFVREGVVHAVESLICPEFSGQVTPQVSQLDNHVDSITSSQNRRNRRRNNAVSTENNLPDGSKGSHSVIANSP
PSTAEVPNNSLRALVSNHAKSFKDKYFPSEPGSSDIAVTDDLLKLRALCAKLNTTADTIKTKAKGKSKAVVGNNFDVLCN
VEEQLDGIIAEMLSELSKGDGVSTFEFIGSGVVSALLTYLSCGTFGREKVSEANIPNLRHQAVRRYKAFISLALPNDKNG
NKTPMTFLVHKLQSALSSLERFPVVLSHSGRAPTLGGSRLTTGLGALSQPFKLRLCRAPGEKSLKDYSSNIVLIDPLASL
AAVEDFLWPRVQRTEPVSKPPVSANNSESGAASSTACAPSIPPGTQSGRRASLRSQSSAATSGAIKKDYQEGSINTSKGK
GKAVLKSSLDEPKGPHTRNAERRKAASEKDVELKPSHDHSTSEDEDLDASPVEIDDALMLDDDDEDVSEDEDDDHEAVLR
GSLPSCVPEGVHDVKLGDADDSSVASLANDNQAQPSSGSSTKNASGRGLDAAEFRSPSTFGSRGAMSFAAAAMAGLTSVG
SRGIRGSRDRSGLPLGARTTEHYNKLIFTAGGKQLNKHLTVYQAVQRQVVHDEDDEDQLGGSDLPDDGNHFWGDVFTITY
QKADNTAEKGSVGGSASVPKPSKSDSCRTSSQKSFTSLLDSILQGELPCDLEKSNQTYNILSLLRVLEGLNQLSPRLKLQ
ATRDDFAEGKVATLDGLYDVGVKVPSEEFVNSKMTPKLARQIQDVLALCSGSLPSWCYQLTKACPFLFPFETRRQYFYST
AFGLSRALHRLQQQPGDNNNTAFEREVRVGRLQRQKVRVSRNRILDSAAKVMEMFSNQKAVLEVEYFGEVGTGLGPTLEF
YTLLSRELQRVDLGLWRSHSPDDSGMQLDGNADDLTSEKRESESLVESRNIVQAPLGLFPQPWPPSAAASEGSKFFKVVE
YFRLVGRTMAKALQDGRLLDLPLSTAFYKLLLGQELDLYDILSFDTEFGKTLQELQILVARKQFLESCSSENQKIEELCF
RGAPIEDLCLDFTLPGYPDYVLKEGGENAVVNIYNLEEYISLVVDATVKTGIMRQVEALKAGFNQVFDISTLQIFSPQEL
DYLFCGRRELWEPETLPEHIKFDHGYTSKSPAIVNFLEIMAEFTPEQQHAFCQFVTGAPRLPPGGLAALNPKLTIVRKHS
SAANNTSNPTGATESADDDLPSVMTCANYLKLPPYSTKAIMLKKLLYAINEGQGSFDLS*                    
>Sbic_08g012560                                                                 
MAAAAAAMAAHRASFPLRLQQILAGSRAVSPAIKVESEPPANVKAFIDRVINIPLHDIAIPLSGFRWEFNKGNFHHWKPL
FIHFDTYFKTYISYRKDLLLSDDMTEADPMPKNAILKILRVTQIVLENCQNRSSFTGLEHLKLLLASSDPEIVVAALETL
VALVKINPSKLHMNGKLINCGSINTHLLSLAQGWGSKEEGLGIYSCVVANEGNQQGGLSLFPGDLENKYGGTQHRLGSTL
HFEYNLGPAQYPDQTSDKGKPSNLCVIHIPDMHLQKGDDLSILKQCVDKFNVPPEHRFALLTRIRYARAFNSARTCRIYS
RISLLSFIVLVQSGDAHDELTYFFTNEPEYINELIRLVRSEDSVPGPIRALAMLALGAQLAAYASSHERARILSGSSIIS
AGGNRMVLLSVLQKAISSLNSPNDTSSPLIVDALLQFFLLHVLSSSSSGTTVRGSGMVPPLLPLLRDNDPYHMHLVCLAV
KTLQKLMEYSSPAVSLFKDLGGVELLSQRLHVEVQRVIGTADGHNSMVTDAVKSEEDHLYSQKRLIKALLKALGSATYSP
GNPARSQSSQDNSLPVSLSLIFQNVEKFGGDIYFSVVTVMSEIIHKDPTCFPALKELGLPDAFLSSVIAGVVPSCKALIC
VPNGLGAICLNNQGLEAVRETSALRFLVDTFTSRKYLIPMNEGVVLLANAVEELLRHVQSLRSIGVDIIIEIINKLNSSQ
EDRNNETAILEEKTDMDTDIEGRDLVSVMDSSVDGSNDEQFSHLSIFHVMVLVHRTMENSETCRLFVEKGGLHALLTLLL
RPSITQSSGGMPIALHSTMVFKGFTQHHSTPLARAFCSSLREHLKSALGELNKVSNSFEMTNIEKGVIPSLFVVEFLLFL
AASKDNRWMNALLSEFGDASREVLEDIGRVHREVLWKISLFEENKIDAETSSSSSTSEAQQPDLSASDIGDSRYTSFRQY
LDPILRRRGSGWNIESQVSDLINIYRDIGRAASDSQRVGSDRYSSLGLSSSSQDQSSSSSDANASTRSEEDKKKSEHSSC
FDMMRSLSYHINHLFMELGKAMLLTSRRENSPVNLSPSVISVANNIASIVLEHLNFEGHSVSSEREMTVTTKCRYLGKAV
EFVDGILLDRPESCNPIMANSFYCRGVIQAILTTFQATSELLFTMSRSPSSPSSPMEMDSKTGKDGKEMDSSWIYGPLTS
YGAIMDHLVTSSFILSSSTRQLLEQPIFNGSVRFPQDAERFMKLLQSKVLKTVLPIWAHPQFPECNIELISSVMSIMRHV
CSGVEVKNTIGNGGARLAGPPPDESAISLIVEMGFSRARAEEALRQVGTNSVEIATDWLFSHPEEPQEEDDELARALAMS
LGNSDTPAQEGDSRSNDLELEEVTVQLPPIDEMLHSCLKLLQTKEALAFPVRDMLVTISSQNDGQNRVKVLTYLIDNLKQ
CVVASEPSNDTALSALLHVLALILHGDTAAREVASKAGFVKVALDLLRSWELEPRESGMNEVPNWVISCFLSVDQMLQLE
PKLPDVTELYVLKMDNSNTKTSLVIDDNKKKDPESLSSVGLLDMEDQYELLKICCKCIEKQLPSASMHAILQLSATLTKV
HAAAICFLESGGLNALLSLPTSSLFSGFNNVASTIIRHILEDPHTLQQAMELEIRHSLVTAANRHANPRVTPRNFVQNLA
FVVYRDPVIFMKAAQSVCQIEMVGDRPYVVLLKDREKERSKEKDKDKSVDKDKATGAVTKVVSGDTAAGSPANAQGKQSD
LNSRNMKSHRKPPPSFVTVIEHLLDLVMSFVPQPRLEDQADVVSGTALSSDMDIDCSSAKGKGKAVSVPPEESKHAIQES
TASLAKTAFFLKLLTDVLLTYASSIQVVLRHDADLSNMHGPNRTNAGLISGGIFNHILQHFLPHATRQKKERKSDGDWMY
KLATRANQFLVASSIRSAEARKRIFSEICSIFLDFTDSSAAYKAPVPRMNVYVDLLNDILSARSPTGSSLSAESTVTFVE
VGLVHSLSTMLQVLDLDHPDSAKIVTAIIKALELVSKEHVHLADNAKGDNSSKIASDGNHVNSSSNRFQALDMTSQHTEM
VTDHRQTFNAVQTSQSSDSVADEMDHDRDMDGGFARDGEDDFMHEMAEDGTGNESTMEIRFEIPRNREDDMADDDEDTDD
DMSAEDGEEVDEDDEDEDEENNNLEEDDAHQMSHPDTDQEDREMDEEEFDEDLLEDNDEDEDEEGVILRLEEGINGINVF
DHIEVFGGSNNLSGDTMRVMPLDIFGTRRQGRSTSIYNLLGRASDHGVLDHPLLEEPSSTLNFSHQGQPENLVEMAFSDR
NHESSSSRLDAIFRSLRSGRNGHRFNMWLDDGPQRNGSAAPAVPEGIEELLISHLRRPTPQQPDGQTTPVGGTQGNDQPN
HESDAEAREVAPAQQNENCENIVNPVGLSESAGLAPDSDALQRDVSNASEHATEMQYERSDAVARDVEAVSQASSGSGAT
LGESLRSLEVEIGSVEGHDDGDRHGTSGASERLPSGDIQAAARSRRLSGNAVPVSSRDMSLESVSEVPQIPDQEPDQTAS
EGNQEPIRAAGADSIDPTFLEALPEDLRAEVLSSRQNQVTQTSNDQPQNDGDIDPEFLAALPPDIREEVLAQQRTQRIQQ
QSQELEGQPVEMDAVSIIATFPSEIREEVLLTSPDTLLATLTPALVAEANMLRERFAHRYHSSSLFGMNSRNRRGESSRH
DIMAAGLGRNTGDPSRSTSKPIETEGAPLVDEDALKALIRLLRVVQPLYKGQLQRLLVNLCTHRDSRQALVRILVDMLML
DLQGFSKKSIDAPESPFRLYGCHANITYSRPQSSDGVPPLVSRRVLETLTNLARSHPSVAKLLLFLEFPCPSRCRPEAHD
HRRGKALLLEDGEERKAFALVLLLTLLNQPLYMRSVAHLEQLLNLLEVVMHNAENEINQAKLEASSEKPSAPENAVQDGK
DNSISESYGSKSNPEDGSKAPAVDNKSNLQAVLQSLPQPELRLLCSLLAHDGLSDSAYLLVGEVLKKIVALAPFFCCHFI
NELARSMQNLTLSAMKELRLYENSEKALLSSSSANGTAILRVLQALSSLVTTLKERKDPEQPAEKEHSDAVSQISEINTA
LDALWFELSNCISKIESSSEYASNLSPASASAATLTTGVAPPLPAGTQNILPYIESFFVTCEKLRPGQPDAVQEASTSDM
EDASTSSGGQRSSAQASLDEKQNAFVKFSEKHRRLLNAFIRQNPGLLEKSFSLMLKIPRLIDFDNKRAYFRSKIKHQYDH
HHHSPVRISVRRAYILEDSYNQLRMRSPQELKGRLTVHFQAEEGIDAGGLTREWYQSLSRVIFDKGALLFTTVGNDLTFQ
PNPNSVYQTEHLSYFKFVGRVVGKALFDGQLLDAHFTRSFYKHILGVKVTYHDIEAIDPAYYKNLKWMLENDISDVLDLT
FSMDADEEKLILYEKAEVTDCELIPGGRNIRVTEENKHEYVDRVAEHRLTTAIRPQINAFMEGFNELIPRELISIFNDKE



LELLISGLPDIDLDDLKANTEYSGYSIASPVIQWFWEIVQGFSKEDKARFLQFVTGTSKVPLEGFSALQGISGPQRFQIH
KAYGSTNHLPSAHTCFNQLDLPEYTSKEQLQERLLLAIHEANEGFGFG*                               
>Sbic_09g002120                                                                 
MDAGDDDAVLQYAVAAIADESAGAGELAAGLAALCDVLAVSGPDFILAIPHAGLAARLPALLAGGSGSGSGSGACGSSDV
PLLAARAIAEACEAAPQWAPRFARHGAVDALRDRLLAVDCIELAEECLRALDAISLECPDECLRRGVAAAVLQFFDFFST
NKQKVALQIVWNVFTDYDEVNAAKAMEAVPALCNLLQYSDRMILESTISCLALAAAGASGTKHMSKLCESNVVQVTMTLM
VDEGWKSLNDATLTGILGLLKGLASVSAKAVKSLFELNFCELLEQMITYYSYLHHDSHKVQILVELIYQLMPPLKTSDQH
AKLVTAKRKLIMRQSRYMNQLASIVALIVQVAKSAALSSICHSCVVLIGKIVQLITPNFLVELQRTVNLSSFLNCLLARK
NHHILFETLKISRTLLEKDQLFSLETFTKEGVKHAIEYIVSQSKNTSHQSERNNSMKESCLCFDLESSSTVEACSIENDA
VMELAEEIKKNFFSVKRSKKTSHRFGFTLRSVRDFFARLNVYALTHPAENPDSCKQLSDLSRRLLSDELPVTSTFEFVQS
GSIKCFAVYLSNGAYCNADLNDGPVLEQLSKVQSRLQQFANLALTLSNKSSANPLGILVEKLLDTLHMCYDSFPVMLSDE
QISRESMMIPLRYPEAQEPTLLELKFRRSRKERELRNYNGVLSVDLFSTPDTTEPILFPRVFRRTDQEAASKNSNQEIEA
NGSKKLVESKNDDGNRSSRLRFLYNGVTLQPSVTFFESILRLMNKGQSDLLIDPSFWEKEHNITYRKRKKSKEISSQSSY
YTRLSHVQENLQRAWLKDPFFTAILHGKLPGDLDVSDLSYNLLFMLKVLEGLNRFSYQLLMDEQINKFAEGTLQDLNDLE
VSIYPVPRHHFISSLLVNKLEVQMQDTFFEDGLIPSWCVYLVETCPFLLSFDTRWKYFCLTVHRSFIPDQVNSSPEQVHN
TLNQVNGHLDQVKSPPQSKKYRVARSAILEGAVSVMTSHGSSSRIIDVEFEGEVGTGRGPTFEFYTTVTHELQRGGLGMW
RGDSGEHGFIHAPFGLFPKPWSPSGTSSQGVDFTNMLQKFKLLGNLVARAVLDGRILDIPLSKAFYKVMLEQELDIYDIP
LFDPELGKIVIEFQALVSRKNFLETSSRASNPMVDLTYKNVKLEDLCLDFTLPGNPEYELVPGGSEKPVTLESLGEYVSL
VADATLKSGIAKQIEAFKSGINEVFALKALKMFTEEEMECILCGEQDAWALKNLEDHMEFEHGYDMSSQPIIIFLEILRE
FGREEQRAFIQFSTGAPQLPLGGLASLEPKLTVVRKQCDGNVDDELPSVNTCRHFIKLPPYSSKEIMRTKLKYAITEGLG
SFHLS*                                                                          
>Sbic_09g004530                                                                 
MFFSGDPSSRRRVDLGGRSNKERDRKVLLEQTREERRRRQGLRLQNTSATKIQKFFRGKKALESARSEVRKNFCSTFGEH
CERIEWNNFGTNSDFLRQLLFFFNANEDNDIAILCQVCNLLLQYVKQGGDVVTLFTGVDGSSLQPLVAHRVKKFALICVQ
AVYQKRHDWGRQLLATPGSTSVPVSLLETVGCLINPKFPWNCKVVGYLQQRKIYSLFRGIIVSVPHKVRNSGHFDSASVL
EQVLMLVASHVGHHPCCCLKVDPRWSFSSQLLSIPFLWHRLPHLKKVFSVNGLSKYYIHQIACFLPSLADVLPNDISASH
PGYACVLANVLEAATWILSDAKFASDSAADIIAVSTSLLDTLPAVTTPTERADDDDEMPMDVDVKINLDVDLERQITVAI
DSKLLQHLVNALFRGTLSTNDSDLSGPSDAEVDAVGSICAFLHVTFNTFPLERIMTVLAYRTEIVPALWNFIKRCNANRR
WPFFSKFASSLPADVPGWLLPMSVFCPIYRHMLKIIDNGEFYEQEKPLSLKDLKSLVLILKQALWQLLWVIPSSSPQKVS
PNPSGLKKLSVENVKTRARVGLSELLTQLQDWNNRLPFTSASDFYSQEATSENFVSQAILGNTRASEIIKLTPFLAPFTS
RVKIFNNQLTSSRQSTSHSALTRQRFKIRRNRLLEDAFDQLSLLSEEDLKGPIRVSFINEHGEEEAGIDGGGIFKDFMEN
ITRAAFDVQYGLFKETADHLLYPNPGSGLVHELHLQYFHFLGSLLGKAMYEGILVDLPFATFFLSKLKQKYNFLNDLPSL
DPELYRHLLFLKHYNGDISELELYFVIVNNEYGEQCEEELLPGGREMRVTNDNVITFIHLVANHRLNYQIRAQSTHFLRG
FQQLIPKDWIDMFNEHEIQVLISGSLESLDIDDLRSNTNYSAGYHPDHELIEMFWEVLKSLSSDNQKKFLKFVTGCSRGP
LLGFQYLEPKFCIQRAGVPGLEEHADRLPTSATCMNLLKLPPYKSKEQMQTKLLYAINSEAGFDLS*             
>Sbic_09g022820                                                                 
MDRCRKRPDSDPEGCSEPEPPADKRPCTAEPSTSAAAAAAPPPGARQAEQGGSDMDTSSSGHPGDADVDADDGDGDGDGD
GDGDGDGDGGSSCESDGDGSPRPRGSGGGRFQRMVDAVADEGAGQDAVVAALMELCEALSFCAEDAGGYFPTEAAARALV
RRAGGDGTGATPDVILLSVRAITYLCDAMPRAGDAVVRHGLLPVLCSRLLAIEYLDVAEQCLQAFEKISRRQPTQCLQAG
MINAVLAYIDFFAASIQRVAVSAVANACKKVPTDCSHFVLDSVPALCNLLQSEDKMLCHQGVIEKVLPLIHTGGLTALSP
STCSNLIGLLAKLACTSLVAVKSLFELGVSSTIKGILITSDISHGMPYLPLEKQNNQVNEALKLANQLIPSAARDVEDTQ
IILAKEKIITDEPRFLSQFSRDILPVLIKAVNSGANSYICYGCASIVNNICYFSEPEILQELLKETNIPGFLAGLLSRKD
HHVLTSSLKIIEILMQKLPDAYLGFFIKEGVVNAVEALLNQEDCSKSTHLPDDMQQPETQPVIRNKTTCFCYAFDARRSE
AAEKRTCRIGKDSLFTFARHVKTTYFTKDVVSSEMGLTEILQKLKTCCAVLNETTDKSSDQCNLHQSEEYLSTILNEVMM
ELHGGETMTTFEFLESGLVKSLSNYLSNGKYLQVENNMNCSSDHFLAVVKRFQSFARMSFSRMGQGWGDMLLTLLVSKLQ
NALTSVDNFPLIMSHNFKPRSSISDIPTRHSTITPCIRVRFKKDEDETNLSSYDSAVNVEISSSLHTIEEFLWPKVSIDV
NSQKAESPPSGTALESKYADDDSQERDSTPSQKADSPSEGLACENQNPPVETSPKQGTSSSGQAERNTTILSDCTIQQKL
VFSLNGKELDRSVTLYQSILQDQINVGSDIILDMQFWRSVHDITFRAANPEANITAVNPEANDSPRHSSTAMSSINENIT
GFTWQMLPFFPSMLLGKLPCKLDRSGPSYDILFMLHILEGLNRYSFHLVSDERNRSFAHGRITNLNDLKAEVFSIPQQEF
VSAKLTDKLEQQMHDPLVSKSFCLPLWCTELMSACPFLFSFEARWKYFQLTAFGSLKNHHGHMIDASVNSVAERASNHSR
KKFKVDRDDILVSAAKMMKSHAKSNALLEVEYKEEVGTGLGPTMEFYTLISHEFQKSGLGMWRGELPCESVTDNGHVSEF
VVAPNGLFPRPWSASADSASFQEVSKRFHLLGLVVAKAIKDNRILDIPFSKAFYKLILGQELNIYDIQSLDSELATSLVE
FQALACRRKYAESNLTRDCQIISDLTYRGCRIEDLAIEFALPGYPEYVLSLGSCSDSLNAENLEEYVRHVVDATVKSGIA
RQMEAFKSGFNEVFPLKKLQVFSEDELERLLCGEQDTWDFAKLVDHIKFDHGYTSSSPPVINLLEIIQEFGSLERRAFLQ
FITGSPRLPPGGLAALNPKFTVVRKHNSNDADDDLPSVMTCANYLKLPPYSSKEKMREKLLYAITEGQGSFHLS*     
>Osat_LOC_Os02g01170                                                            
MKRAHGDSSSEDEELDTSPIEIDDALMIDDDDMSEDEEDDHEVLQDGSLPICVQDGVHDVKLGDTDDSNIGSASDSQVQP
SSGSSTRNIMSRGVDPNTFGSRGAMSFVAATMAGLASVGGRGVRGSRDRRGLSLGGSINEHNKLIFMAGGKQLSKHLTVY
QALQRQLMFEEDDDEKFNGSDLSNDGNRFWGDVFTITYQKADSQAEKVSQGGSTSLNSKSDPSRSISELKGVSLLDSILQ
AELPCDLERTNSTYNILALLRVLEGLNQLSPRLRVHAASDDFAEGKITTLDELYRTGAKVPSEEFVNSKLTPKLARQMQD
VLALCSGSLPSWCYQMTKACPFLFPFETRRQYFYSTAFGLSRALNRLQQQQGDNQNAGGEREIRFGRLQRQKVRVSRNRI
LDSAAKVMEMFSSQRAVLEVEYFGEVGTGLGPTLEFYTLLSHELQSVRLGLWRSSSPSDTGMQIDRSASPDDDLAAKELS



SDLPDNGSHLIQAPFGLFPRPWPLTVDASEGSRFSKVIEHFRLVGRVMAKVLQDGRLLDLPLSTALYKLILGQELDLFDI
ISFDAEFGKTLQELQILVERKRFLESTYGMNQLEVTDLRFRGTPIEDLCLDFTLPGYPDYILKEGEENTIVNIYNLEEYV
TLVVDATVKSGIMRQVEAFRSGFNQVFDISSLKIFSPEELDYLICGRREIWEPDSLVDNIKFDHGYTAKSPAIVNLLEIM
AEFTPEQQHAFCQFVTGAPRLPPGGLAALNPKLTIVRKHPSSAVNTSNIAGVTESADDDLPSVMTCANYLKLPPYSTKEV
MRKKLLYAILEGRGSFDLS*                                                            
>Osat_LOC_Os03g47949                                                            
MQMLYLFCATYGHLLLVLDDIEFYEKQVPFTLEQQRKIASSLNTFVYSTFIQNGGSSSKPLIDVTVRCLNLLYERDSRHK
FCPISLWLAPARNGRIPIAAAARAHDAAFATLPGNQFFGIPIRSSVLTTIPHVYPFEERVQMFREFIELDKASRRVTGEV
SGPGPGSIEIVIRRGHIVEDGYRQLNCLGSKLKSCIHVSFVSECGLPEAGLDYGGLSKEFLTDLSKAAFSPEYGLFSQAS
ASDSSLIPSNSAKLLDNGIDMIEFLGRVVGKALYEGILLDYCFSPVFVQKLLGRYSFLDELSTLDSELYRSLMQLKHYEG
DVEDLCLDFTLTEELGGRRIVHELRPGGKNISVTNENKLHYVHAIADYKLNRQILPFANAFYRGLGDLISPSWLSLFNAN
EFNQLLSGGLQDFDVDDLRNNTKYTGGYTESSRSVKLFWEVIKGFKPTERCMLLKFVTSCSRAPLLGFKYLQPSFTIHKV
PCDVTLWATIGGQDVDRLPSASTCYNTLKLPTYKRSSTLRSKLLYAISSNTGFELS*                       
>Osat_LOC_Os05g03100                                                            
MECPKECLSHGVPAAVLQFFDFFSMHKQKLVLKIVANVLGDFSAKDAAKAMEAAPVLCNLLQSTDKTILDSAVSCLVLVS
DGACDSAQHMEKLYELNAVQATMRLMENDGWKSLSDETLSGILGLLKDLASLSARAVKSLFELNICDLLKQMITYYTSSH
SDHNKVQTLVELIYYLMPPLEMCDHRTELIIAKKNVITEQSGYIQQLASILTFIIQVAKSAALSSICYSCVVVIRNIVEL
STPSSLVEVQKTVNLSSLLAGWLARKNRHIIFQTLNVSKTLLRKDQKFFFETFIREGLKHAIDAILTQEKGKSRLPESCL
CFDLDLETSTDDACRINNGAILKLAEEIKKNFLVKVAKSPHKFGCAFKSIKEFFSRLNCHATAPPAKDQDLCKQLSDFSR
QLLSDELPSTSTFEFVQSGSIKHLAGYLSNGTYFNSNLRNCQDLIGELKEVKIRLQKFTHLALSVDNESSVKPLEILVEK
LIDALHVWYDSFPVILADEQCTRESTMIPLRDSGTEEPMSLYIKFSRSAREEELEDYGGVLPVDLSSTPESIEEVLLPEI
CKRTGNETSYKENTQEANGSRKSVGLRNGDGHKFSRLKFSYKGTQLQSSTPLFESILRSMHEGETDLQIDPSFWDKEHKI
VYRRRNKSKKISSHSSYNIQLCRVHEKLEMSLLKDPFFSTILTGKLPGDLDESDPSYNFLFMLKVLEGLNRFSYHLSMDD
KLCKFAEGCLQEFDDLKVAICPIPRDQFVSSLLTNKLEQQMQDSLFGDGLIPSWCIYLVETCPFLLSFEARWKYFCLTAH
HSFMTDEASSSTETKKYSVTRSKILEDASSMLNKHGSDTKFIEVEFDGEVGTGRGPTFEFYTTVSHELQRVGLGMWRGDD
TSQECEAGFVHAPFGLFPQPWSSANTSSQGISLSNVVQKFKLLGHLVARAVLDGRVLDIPLSKAFYKIMLEQDLDIYDIP
SFDPKLGKTVMEFQALVKRKKFLEERASNPAADLSYKNVRLEDLCLDFTLPGNPEYELVPGGSEKMVTLDNLEEYVSSIV
DATLKSGISNQIEAFKAGINKVFALKTLRLFSEDEMERILCGEQDSWASNKLEDHINFDYGYDANSASVISFLEILREFG
REDQRAFLHFTTGAPQLPLGGLASLDPKLTVVRKQCDGKVDNELPSVNTCRHFFKLPPYSSKEIMRQKLKYAIKEGLGSF
QLS*                                                                            
>Osat_LOC_Os05g06690                                                            
MFFSGDPTARKRVDLGGRSSKERDRQVLLEQTREERRRRLGLRLQNSSATKIQKCFRGKRDLELARSEVRGNFCSTFGEH
CQRVDWSSFGANSDFLRQFLFFFNAKKDSDIAILCQVCNLLLYYVKHGGDVLRLFGGTNYSSLEPLVIHRVKKLALICVQ
TVHQKRHDWGSQLLMPPESTPKPCGSLLETAACLINPKLAWNCKVVGYLQRKKIYCLFRGIIISIPQTARNLEHNNNTSA
LEQVLMLIASHIGDDPCCCPVVDPRWSFSSQLLSIPFLWHRLSHFKKVFSANGLSKYYIHQIACFLPSCADVLPNDISSN
HPGYACVLANVLEAATWILSEPKFASETAADIIAVCTSLLDALPTITSPTGRADDDDDTPMDDVINGLDADLEKQITAAI
DSRLLQHLVNALFRGTISTDYSYPTGPSDIEVEAVGSICAFLHVTFNTLPAERIMTGLAYRTEIVPALWNFIKRCNENQS
WPQFSKFVSSPPADAVGWLLPVSVFCPIYKHMLKIIDNGEFYEQEKPLSLKDLKSLVLILKKALWELLWVIPSHASPAKK
VLPNPSGFKKLSIENVKIGARIGLSELLAQLQDWNNRLPFTSSNDFYSQQATSENFVSQALLGNTRASEIIKLAPFLAPF
TSRVKIFTSQLANSRQSTTSHSALTRHRFKIRRNRLLEDAFDQLSMLSEEDLKGPIRVVFVNEHGVEEAGIDGGGIFKDF
MENITRAAFDVQYGLFKETADHLLYPNPGSGLVHEQHLQYFHFLGSLLGKAIYEGILVDLPFATFFLSKLKHKYNFLNDL
PSLDPELYRHLLSLKHYDGDISQLELYFVIVNNEYGEQSEEELLPGGRDMRVTSENVITYIHLVANHRLNYQIRAQSTHF
LRGFQQLIPNEWINMFNEHEFQVLISGSLESLDIDDLRSNTNYSGGYHPDHELIDIFWEVLKSFSSHNQKKFLKFVTGCS
RGPLLGFQYLEPKFCIQRAGVPGMEEEDEDRLPTSATCMNLLKLPPYRNKTQLESKLLYAINAEAGFDLS*MFFSGDPTA
RKRVDLGGRSSKERDRQVLLEQTREERRRRLGLRLQNSSATKIQKCFRGKRDLELARSEVRGNFCSTFGEHCQRVDWSSF
GANSDFLRQFLFFFNAKKDSDIAILCQVCNLLLYYVKHGGDVLRLFGGTNYSSLEPLVIHRVKKLALICVQTVHQKRHDW
GSQLLMPPESTPKPCGSLLETAACLINPKLAWNCKVVGYLQRKKIYCLFRGIIISIPQTARNLEHNNNTSALEQVLMLIA
SHIGDDPCCCPVVDPRWSFSSQLLSIPFLWHRLSHFKKVFSANGLSKYYIHQIACFLPSCADVLPNDISSNHPGYACVLA
NVLEAATWILSEPKFASETAADIIAVCTSLLDALPTITSPTGRADDDDDTPMDDVINGLDADLEKQITAAIDSRLLQHLV
NALFRGTISTDYSYPTGPSDIEVEAVGSICAFLHVTFNTLPAERIMTGLAYRTEIVPALWNFIKRCNENQSWPQFSKFVS
SPPADAVGWLLPVSVFCPIYKHMLKIIDNGEFYEQEKPLSLKDLKSLVLILKKALWELLWVIPSHASPAKKVLPNPSGFK
KLSIENVKIGARIGLSELLAQLQDWNNRLPFTSSNDFYSQQATSENFVSQALLGNTRASEIIKLAPFLAPFTSRVKIFTS
QLANSRQSTTSHSALTRHRFKIRRNRLLEDAFDQLSMLSEEDLKGPIRVVFVNEHGVEEAGIDGGGIFKDFMENITRAAF
DVQYGLFKETADHLLYPNPGSGLVHEQHLQYFHFLGSLLGKAIYEGILVDLPFATFFLSKLKHKYNFLNDLPSLDPELYR
HLLSLKHYDGDISQLELYFVIVNNEYGEQSEEELLPGGRDMRVTSENVITYIHLVANHRLNYQIRAQSTHFLRGFQQLIP
NEWINMFNEHEFQVLISGSLESLDIDDLRSNTNYSGGYHPVYALEIPSCHNSRILKFLIEVCDRLFFRCFAM*       
>Osat_LOC_Os05g38830                                                            
MLKVLEGLNRYSFHLVSDERNRAFVHGSITDLDDLKVDVSVVPQQEFVSAKLTDKLEQQMHDPLVLRSRCLPLWCTELMS
ACPFLFSFEARWKYFQLTAFGSLTPQHGNMMDTSGSGVMTERVPSFSRKKFKVDRDNILVSAAKVMQSHARSNAMLEVEY
EEEVGTGLGPTMEFYTLISHEFQKSGLGMWRGELSGEAGLDNVHGGSVFVVAPNGLFPKPWSTHVDCSSFSEVNKQFHLL
GQVVAKAVKDNRILDIPFSKAFYRLILGQELNIYDIHSFDPELAMTLMEFKALAARRKYLESSSSGDCKSTSDLSYRGCR
IEDLAIEFALPGYPEYVLSLENSLDNVSADNLEQYVSFVVDATIRSGIARQLEAFKSGFNEVFPLSMLQVFSEDELERLL



CGEQDTWDFAKLVDHIKFDHGYTSSSPPVINLLEVIQEFEGHQRRAFLQFITGSPRLPPGGLAALNPKLTVVRKQHNSNE
ADDDLPSVMTCANYLKLPPYSSKDKMREKLLYAITEGQGSFHLS*MLKVLEGLNRYSFHLVSDERNRAFVHGSITDLDDL
KVDVSVVPQQEFVSAKLTDKLEQQMHDPLVLRSRCLPLWCTELMSACPFLFSFEARWKYFQLTAFGSLTPQHGNMMDTSG
SGVMTERVPSFSRKKFKVDRDNILVSAAKVMQSHARSNAMLEVEYEEEVGTGLGPTMEFYTLISHEFQKSGLGMWRGELS
GEAGLDNVHGGSVFVVAPNGLFPKPWSTHVDCSSFSEVNKQFHLLGQVVAKAVKDNRILDIPFSKAFYRLILGQELNIYD
IHSFDPELAMTLMEFKALAARRKYLESSSSGDCKSTSDLSYRGCRIEDLAIEFALPGYPEYVLSLENSLDNVSADNLEQY
VSFVVDATIRSGIARQLEAFKSGFNEVFPLSMLQVFSEDELERLLCGEQDTWDFAKLVDHIKFDHGYTSSSPPVINLLEV
IQEFEGHQRRAFLQFITGSPRLPPGGLAALNPKLTVVRKHNSNEADDDLPSVMTCANYLKLPPYSSKDKMREKLLYAITE
GQGSFHLS*                                                                       
>Osat_LOC_Os09g07900                                                            
MKLKRRRAVEVPPNIKSFIDCVTATPLENVESPLKDFVWEFGKQHLSSLLASTDADIVEGSLETLRAFVNKSVGKSSIRS
ASLTSKLFAFSQGWGGKEGGLGLIACSLPSGCDPIATEIGSTLHFEFYRGADKSDKSQSIDNCHRLEIIHLPSIISCKEN
DLEILEKLVKDYSVPPSLRFSLLTRLRFARAFDSLAYRRQYTCIRLSAFIVLVQASHDSESLALFLNNEPEFIDELLSLL
SYEDEIPEKIRRLGILSLVALCQDRSHQPTVLSSVTSGGHRGILPSLMQKAVDSIINGSTKWSTEFAEELLSLVSMLVSS
TPGSLALQEAGFIPTILPLLKDTDTHHLHLVSTAVHVIEGFLDYHNPSSALFRDLGGLDDTIARLKIEVSQVDIGSKKSE
EPQSMSKGKEVESSLPPPDMQTVHSEALISYNRRNLMKALLRTISLATYVPGSSARVDGSEENVLPPCLCTIFRRAKEFG
GGVFSLAATVMSDLIHKDPTCFTVLDAAGLPQAFIDAIMGGILYNSDAITCIPQCLDALCLNSSGLQLVKDHNALRCFVK
IFTSRSYLKALGGDTAGALSLGLDELLRHQSSLRSSGVDMLIEILNTISKVGCGGESSSCTESGNSSTPLPMETDVQGGT
SRSEVGTSEVGSSEKMVDASLDATSSSIESYLPECICNVGRLIETILQNSDTCRLFSEKKGIEAVLQLFKLPLMPVSVSV
GQSISVAFKNFSSQHSVSLARAVCSFCRDHLKLTNGLLGSVSGTKLVISDHVKQSPLLKALSSLEGLLSLCNFLLKGNAF
MVSELAFADAEILRELGKVYIEVTWQISLLSDSKVEKQDMEQDDVPGDASVSNLSERDSDDDTNAASVTRHMNPVSVRTS
SVSPWNMEQDIISAVRSAASIHRHGRHTLSRIRGRLSGAMDAAHTDIDSPFSPGESSQSHDTIKKSPDVVVSELLTKLGH
TMRSFLSTLVKGLPARRRADSSLTPASRSLVIALAQLFLTALGYSGHSTAGFEMSLSVKCRYLGKVVEDMAALTFDSRRR
SCNSAIVNSFYVNGTFKELLTTFEATSQLLWTLPFSVPTTGSDQASSISEKVSHNSWLLDTLQSYCKLLEYCVNSSFLLS
PSHNQLLVQPMVTELSINLFPVPSEPESFVRILQSQVLEAVLPVWNHTMFPECSPSLITSLISIVSHICSGVGALKQSRA
GVGAANQRLTSPPLDESSIATIVEMGFSRARAEEALRSVRTNSVEMATDWLFSHPEEFVQEDVQLAQALALSLGNTTEAS
KEDGCNKNGPSVVEDKGVILLPLDDILAVSTKLFSSGDDMAFPLTDLLVTLCNQNKGDDRQPVILYLFEQLKRFPSDSSV
DAGALYSFARLLALLLSEDSSIREIGAENGVVPHVLNLLENLKSRTEKTDQTWNSISALLLILDNMIQYAPALDIEMPEG
TSKVSSDASNADCKVNPSLFAEKKTETDYSATYPNVHVFEKVMGRSIGYLTDQESQKILLLCCEFIKQHVPAIVMQAVLQ
LSARLTKTHTLAAQFSENGSLASLLNLPKTCIFPGYETLASAIVRHLIEDPQTLQSAMELEIRQSLSTRGSHASRSFLTN
MSPLISRDPVIFMRAVTLVCQLDCSGGRTNVVLLKEKEKYKEKQKVSTTESGALGNEPVRMTADTKTIDTVNRCSRNQKK
VPTSLSQVIDQLLVIIMSYSSPKKEQRSDGYFMLSPMDVDEPNTKGKSKVNDEQNLDGSEKSALMSKLAFVLKLMSEILL
MYVHAVGIILKRDTELSQLRGGDQVAGHSGLLYHVFNLLSSDRSADVSDNWMGKLSERASWFLVALCCRSTEGRRRVISE
IMKAFNYFIDSASSTSRGSLIPDKKVLAFSELINSILSRNSQNNLPVLGCSPDIAKSMIDGGMVQSLSGLLKVIDLDHPD
APKVVNLILKALDSLTRTANASDQIQKSDRYAKNKLTGSHEQTNVANENVIHEQGTSNGHGTIDTVQSTRQQVQELSHDD
GNNNAGQDQPVEQMRLDLVENTAGNSSTGGVEFMREEATVGNLMTTTTDAGLDFSAQHQADDEMVEEEDDLGEDGEDEDE
DEDEEEIAEEGAGLMSIADTDIEDQENTAIGDDYNDDMMDEEDDDFLENRVIEVRWRETLTGMNRHLRVSRGRGDASGFI
DISAEAFRGVGTDDMFNLHRPFGLERRRQSGSRSFTDRSRSDGNAFQHPLLSRPVQSRDGIGSVWSSSGTPSRDLHTFSF
GTSDIPFYMLDAGLPPETSAPVFGERVVSTAPPPLIDFSLGMESLRIRRGLGDNLWTDDGQPQAGNHAAAVAQALEHHFI
TELNVSTFLNNAIPYTGNRVLDMQPDQTGDDVDDDLPSQDDDISEHVTTDSPALPTSSPQQFGTTNQANGNVCPMNDLIC
QQSADVADVRTEEEMHQIADDMNVIPQSNEDTADRQHVAHPDRDSLSGNLQSYDHVMQDEVEIPQRGQIGNDIRDPSDLE
SSCHALLTSTSAAPELSDAHVDSTTMNTDVDMNSIDISENQVENSAPGLYGNVVSVRLDEGAPQETMQPDQLNANNEASS
TNEIDPTFLEALPEDLRAEVLASQQNRAAPTASYTPPAAVEIDPEFLAALPPEIQAEVLAQQRAQRIAHSQPIGQPVDMD
NASIIATFPPDLREEVLLTSSEAVLSALPSALLAEAQMLRDRELSRYRARGSLFGGSYRLGARRLPTDNQTAVMDRGVGV
TVGRRVISTVSAGAKGKDVEGTPLLDSSALKALIRLLQLAPPLSKGLLQRLMFNLCAHSVTRATLIGHLLNIIKPEAEGL
NGWDCMTTYRLHGCQWNIVYAQPQSANGLPPLVTRRLLEVLTYLASNHPSVAGLLVYFDPSTSSNCMILKHGKELSQEGL
QSDMMKTSSEGYTPILLFLKLLNKPLFLRSRVYLEQVMCLLEVVVSNAASKVDYPPHSGQMVSTSVDENRAPIETHGEPS
TMEQVPIQENSQNKDVVVPASGPQQSINVHDILTQLPDSELHNLCNILALEGLPDKVYTLAAEVVKKLASVAVSHRKFFS
MELASAAQSLSSSAVEELVTLKNTQMLGLNSCSMAGAAILRVLQVLSTLTSDMSGNSQDQAVGQEEQSILWDLNISLEPL
WQELSDCISTTEAKLVHNSSFNPQVPLMDAIEVGASSSTSPPLPPGTQRLLPFIESFFVLCEKLQTSQAVVPSDSNVTAT
EVKELAGSSSSPSLKTGGVCNITFVRVAEKHRRLLNVFIRQNPSLLEKSLSMMLKVPRLIDFDNKRAYFRSRIRQQHDQH
LSAPLRISVRRAYVLEDSYNQLRLRRSQDLKGRLTVQFQGEEGIDAGGLTREWYQLLSRVIFDKGALLFTTVGNNATFQP
NPNSVYQTEHLSYFKFVGRVVAKALFDGQLLDVHFTRSFYKHILGVKVTYHDIEAVDPDYYKNLKWMLENDVSDIPDLTF
SMDPDEEKHILYEKNEVTDYELKPGGRNIRVTEETKHEYVDLVAEHILTTAIRPQINAFLEGFTELVPRELISLFHDKEL
ELLISGLPEIDFDDLKANAEYIGYSPASPVILWFWEVVNGFSKEDMARFLQFVTGTSKVPLEGFKALQGISGPQRFQIHK
AYGAPERLPSAHTCFNQLDLPEYSSKEQLEERLLLAIHEASEGFGFG*                                
>Osat_LOC_Os09g31090                                                            
MSDADGFGCEHRRPSKRRRDGPDHALLPVSREVLMGHPDDPAAAAAAVGAESSSASSYLGVVAAAASASASAAGGFSCGA
HFFVRATDSRTVSMHAAWGDTVGAVLAHLADRGYGRDLRLVYAGRQLAPETALADLRLPPDSTLHLLSRLRSTPYPDAWQ
LASYIASTAAAAKSDPAHTSSAANINELVKEFILCAHRANMRQRHDRDSPLFDAQPTGDHAAQYLEIFRQAGAPFALVRL
YAANPSSASHHHAENAIKCFLTMDPSALPPDVLPVMAPVLLEFCGLLSFSVGKRDELYISSRSMLATVLSLPSGLPPCIK
SPSKLIEQVLPFAEEIVGVVMDELASLDMTVSSKNLEDLSNFFKVLRQQALRWVPNGGPLPKNLYNSERGHNDTWVWKLH



EMSMNLLNRVDECLKRLEMDLSLSSENRGVNISQSRWVARSHMLVMLTQLDFISMIYEDLAHNLRLVLLAHRDPLNALVR
CSKRNEHLHWLVKHKDLLCFESRRNLVLMMLPEGKDEYGELHEMLIDRQHLLDESFEYIIQARPSELRSGLFMEFKNEEA
TGPGVLREWFCMVCQALFSPQQVLFSPCPSDRQRFFLNGRRIIGLALMHRVQVGITLDRTLFLHLAGRSIKLEDISAADP
VMYASCKRILEMDAAVVDGLELTFSRDVHELGSRRTIELCSGGKDLHVNIRNRELYIDLLIKSTFVDSISVQLTHFVRGF
SDILVDPELQKVFFEFLDLEDFDGMLGGSHKTINLEDWKLHTP*                                    
>Osat_LOC_Os12g24080                                                            
MDAVSIIATFPSEIREEVLLTSPDTLLATLTPALVAEANMLRERFAHRYHSGSLFGMNSRGRRGESSRRGDIIGSGLDRN
AGDSSRQPTSKPIETEGSPLVDKDALKALIRLLRVVQPLYKGQLQRLLLNLCAHRESRKSLVQILVDMLMLDLQGSSKKS
IDATEPPFRLYGCHANITYSRPQSTDGVPPLVSRRVLETLTYLARNHPNVAKLLLFLEFPCPPTCHAETSDQRRGKAVLM
EGDSEQNAYALVLLLTLLNQPLYMRSVAHLEQLLNLLEVVMLNAENEITQAKLEAASEKPSGPENATQDAQEGANAAGSS
GSKSNAEDSSKLPPVDGESSLQKVLQSLPQAELRLLCSLLAHDGLSDNAYLLVAEVLKKIVALAPFFCCHFINELAHSMQ
NLTLCAMKELHLYEDSEKALLSTSSANGTAILRVVQALSSLVTTLQEKKDPDHPAEKDHSDALSQISEINTALDALWLEL
SNCISKIESSSEYASNLSPASANAATLTTGVAPPLPAGTQNILPYIESFFVTCEKLRPGQPDAIQEASTSDMEDASTSSG
GQKSSGSHANLDEKHNAFVKFSEKHRRLLNAFIRQNPGLLEKSFSLMLKIPRLIEFDNKRAYFRSKIKHQHDHHHSPVRI
SVRRAYILEDSYNQLRMRSPQDLKGRLTVHFQGEEGIDAGGLTREWYQLLSRVIFDKGALLFTTVGNDLTFQPNPNSVYQ
TEHLSYFKFVGRVVGKALFDGQLLDVHFTRSFYKHILGVKVTYHDIEAIDPAYYKNLKWMLENDISDVLDLSFSMDADEE
KRILYEKAEVTDYELIPGGRNIKVTEENKHEYVNRVAEHRLTTAIRPQITSFMEGFNELIPEELISIFNDKELELLISGL
PDIDLDDLKANTEYSGYSIASPVIQWFWEIVQGFSKEDKARFLQFVTGTSKVPLEGFSALQGISGPQRFQIHKAYGSTNH
LPSAHTCFNQLDLPEYTSKEQLQERLLLAIHEANEGFGFG*                                       
>Smol_XP_002989307                                                              
MKVKRKRGAETPPRIRSFINNVVSTPLESIHTVLSSFYWDFEKGDFFHWLDLINHFDSFLEKFVTSRKDLQLDLEGSDES
DVPKEAVLQVLRVTRCLLDNCVNRSFYNSLEHLTVLLASTDPDIVLDTLLTLASYVKRPAQVARAFRVHRDPVMNGKLFS
LSQGWGGKEEGLGLLACTSSSGCDAEACRLGSFLHFEFYKEGESRDSSASGLQVIHIENLHQYPGSDLQVLKALVEQYKV
PDNLKFSLLTRIRFARAFSILETRRQYVRIRLAAFTALIQSNPDHEDLAAFFVNEPEFVNELVSLLYHEDEVPEDVRMLA
LGALAGMSMDRPRQAAVYSVLTAGGNCGIIPTLVQKAVASLASTTPHYSLNFVEALLQLVSVLVSSSSGCAALREAGLIP
ILLPLLKDTNRRHIHLVILAVHILEAFMDYSNPASTLFRDLGGLDDTIFRLKVEVSAFEDVSGARQEEASSSKGKAPISE
DAGPTHDIPYHHRVLLKALLRAISLGTYAPGGNARLHGSEESSLPFCLSTIFKHAKLFGGGVFSLAASVMSDLIHRDPTC
FPSLDKAGLPGAFLDAITSGVLPSSEAICCIPTSLDAICLNNAGLEAVKDRDALRCFVKIFTSKMYLKALANDTPGSLAS
SLDELMRHVPALRALGIDVCIEILRTIAAMGGAVDVDTPVPMDTDGGEEKQPSEDPAPETSSSTAESSLSEYINNSVRLL
ETVLQNADTSKLFIEKGGIEALLQLYTLPDLPVSFGGSSTAHNMSVTFRAFPPQHAATLTKSVCKVLREDLKVTLALLES
IAGSRIFELETGLKMKVLRSLSATECFLSLSAVLVRSSPVMLAELSTGEADILHDIGRVHREVLWQVCLASEGKTESKKE
VDEASASAASSSSARENEEDLESLFSVGGTDRQTAVRSGPADWGIGADFFAPVRTDSLHRRSSSRREPVSTAEALSQIAR
MGRLARQGITSTNIEVDTVVEQPPVQESSKRKSPEVLNYEMVMKLVLAARSLYLALGKSMVIPSRRRDDLATMSVPAKSV
ASGIAKVFLENLSFEPAGGSPTVRCRYLGKVAEDIQAVLFDSRRKTCNTVLVNRLYVYGTFAHLLETFEEVSELLWTVGF
GNMQAENGKEAEASDQKSESHSWLWNTLHSYLKLIEQLVTSTTLLSPISVTHLLVQPVQDAPIAAPKDVEQFVQSMQMQA
LNAILPVWNHPSFAECNTTFITSIAGIIRQIYAGAGDTKSRSSSGGANPRLGPAPDEALISTIMEMGFPRARAEAALRNS
EASSVELAMEWLFTHPEEVTQEEDELARALALSLGNADGEGEAGKATEMTAEEEEIVLQMPDVEKMVNTCVNILQMKDAV
IFTLTDLLVTISNYSSGRDRPLVVSFLVEQLKRCHAEGADWNRLSTVSHLMALVLTEDTPAREVAAKSGLVGTSLEILAS
YNDTSSETPVWVTALCLVLDQMLQVKVNTDSTPASNASSSSSGGEAQDQTPFASILGKPAGYMTDEEREKSMAVVCRLLH
MPLMPMPLQAVLQLCARLTKVHAMALQFLDGGGLTALLDIPPANWSGFDEVAGAIIRHLMEDPQTLLLAMESEIRHCFTV
AARQNGRVSPRLFLSTLAPVLTRDPAMFMQAAANVCQLDSSNGGRLTITLAKEEREKEKDKEKATEKGKEKERQGSRGEV
AARIQDRGGKGHKRVPHSFSRVIDQLLEVILHYPSGKGGDGTSMEIDKKLEKTSCETEALLEAAGRAAAGKVSFILKLMT
EILLMYSSSVSVVLRRDSESSQGRGPSQAGAEAVGHGGLLYHIVHRILPEGIHQTPADVVEVGKLSERAAAFLRAVCVRS
GEGRRRVLNEIVKALNMATQAPSGSQSSQPTIKRIHAFVNLIISILLSPSTGNPQTLGFSTDMSKAMVDAGMVRSLTNSL
QAVDLDHPDANKVVNVVLRALEVLSRTGSSLEQPAGVEGGNQKEGDAQQSASENPLQLQHDGEIAQHADQQEQLNSSSMA
EDTRQERDNPRAEAEVFMQEVGEVLNDAGRGMVFRVNSGADVGDEEEEEEDEMEVDDGEEEEEDEEEEEEEDEDAEGNDG
VPHMSPPDTDVEDQDNSLSDDFEDMGDLDDGAWQGDRVIEVRWTDGLTGLNHVHVLGQSNRNTVDLHVETFQNMSMDDIF
GSFRQSRGADRSRVGTYRSGASNGVPRGGASRHPLLVRPSQGTGPGVSTASLWSGNTIRDVEALLAGNSEGTRIFMTDQV
TDALFGERGALQPAQILDASMDPMLLMGRRGGRSESRLSSWTDDGQTQSGTQSTAVAQAVESAFVARLQALATSDDQPEA
ARQAGTEAPSAEPAANAVAADAPAQETQATGDAERREPSGIACQTDLDMAVQDVPAGQNSERSQDSGGSGATLGESLRSL
EVEIGSADGREENDRQVHSERLGAEEMIPARGLESASREAHMEVDEDLDNVVSQQAQATVQEDSVQAQATDQQDAGEEIT
GRNDASSIDPRFLEALPEDLRAEVLASQQNQSSRNNVENHPTPPTEEIDPEFLAALPPELQAEVLEQQQAQRIFQSQQVE
GRPVDMDSASIIATFPAELREEVLLTSSDAVLAALSPALLAEAQLLRERAMANIPTRNPFGGPRLTARRTNGIDRGVSAG
MFSVGRRLPSARSSGSASGPKEPEGKALVDEQAVKTLVRLLRLAQPLIKGLLQRLLSNLCVHSGTRSALLRLLLDMLRPE
SEGYCAAISADGAPSQRLYGCQWNVVYARAQLSDGIPPLVSRRVLEVLTHLARSHTSVAKSLLYLEQEPSERGNEAADKG
KEKMYENPSSSTASDIQPKYIPIVLFLKLLDRPLYSRSSQHLEQVLGLLEVVTSCTGMDSDAIDNSNGLPSDTQPSDAPQ
ETSSESPQQQPENPPSPSITLSKTEADILSKLPKNELCNMCRLLAQDGLSSVSYSRVSEVLKKLSDAVPLHRRLFISELA
DAAHKLSVPAVNELRSLADNISGGSSSAGTAILRVLQALSALTNRDAKADELQDIIRELNVVTEPLWQQLSISIGRIESR
LTTSSSSSIVGALGAVTSPLPQGSQKVLDFVEAFLVLCEKLRPQTEGTGIDLESPPSSTSDWAHTGSSSFKLTNRPDERG
LNFIRFAERHRRLLNAFLRQNSGLLEKSFSLLLKTPRLIDFDNKRAYFRSRIRQQHEQQHFGPLRISVRRAYVLEDSYNQ
LRMRTPDEVKGRLTVQFQGEEGIDAGGLTREWYQLLSRVIFDKGALLFTTVGNESTFQPNPNSVYQTEHLSYFKFVGRVV
SKALFDGQLLDVYFTRSFYKHILGTKVTYHDIEAVDPDYYKNLKWLLENDVNDILGLTFSIDADEEKHILYEKTEVTDHE



LVPGGRNIRVTEENKHEYVDLIAEHRLTTAIRPQINAFLEGFNELVPRELISIFNDKELELLISGLPEIDLDDLRANTEY
TGYSSGSPVVQWFWEVVQDFSKEDMARLLQFITGTSKVPLEGFKALQGISGPQKFQIHKAYGAPERLPSAHTCFNQLDLP
EYSSKDQMHDRLLLAIHEASEGFGFG                                                      
>Smol_XP_002987038                                                              
ILQVRRTSLVQDSLHQLSLHHYELKKPLMVIFEGESGVDQGGVTKEFFQLLVRDLFNVGYGMFTYSEESRYFWFNSNSME
TDLEFQLVGIILGLAIYNGVILDVHFPLVVYKKLLGIDPRLQDLRDLQPQVYRSLNSLLSMEEIESMDLYFEVSYDCFGE
IKTHELIPNGSSVQVTGENKQRYVDLYVNYLLETSIATQFSAFKRGFLQVCGGPALRLFQYEELELLICGLRHYDFDALE
RGTTYKGGYTKDSNVIQWFWNLVKEMSVEEKKQLLFFTTGNDRAPVGGLGSLKLIIQRNGDDTERLPTAHTCFNILLLPE
YSSQEKLADRLKLAISNSTGFGLQ                                                        
>Smol_XP_002985532                                                              
MDVVSTFFLLKNLQVRRTSLVQDSLHQLSLHHYELKKPLMVIFEGESGVDQGGVTKEFFQLLVRDLFNVGYGMFTYSEES
RYFWFNSNSIETDLEFQLVGIILGLAIYNGVILDVHFPLVVYKKLLGIDPRLQDLRDLQPQVYRSLNSLLAMEEIESMDL
YFEVSYDCFGETKTHELIPNGSSVQVTGENKQRYVDLYVNYLLETSIATQFSAFKRGFLQVCGGPALRLFQYEELELLIC
GLRHYDFDALERGTTYKGGYTKDSNVIQWFWNLVKEMSVEEKKQLLFFTTGNDRAPVGGLGSLKLIIQRNGDDTERLPTA
HTCFNILLLPEYSSQEKLADRLKLAISNSTGFGLQ                                             
>Smol_XP_002984608                                                              
MFFSGDPGLRRKVELRGRSSKESDRQGTLNRVKDEREQRQRARLRQQGALRIQKCFRGRRDVAVNQVLIREKFVAAFGEF
SDRADRNVFKPESLYLPQIFFMISPKNSADFYRLAGACRHFLRCMSETEGGVFSVFVSGDYTTQRCAINYRVKHFAILCL
QGLYHHRESLKEELMLPEDGSRDDVAGVLVRTILSLATVELPWSGSLIEHLALNKMFCLLRDLVLTLKNTDARSLVMLSL
ERLVHQLSVLYVEKFQYLKPVPFTWSLPAQIFSVPLLWRRLPRLKEVSVTDGVWAFVVHQTAINKLDLRTSLPSDVSPEF
PSFVCLLGNLLESSRLAMQQPNAMIQLVSLICLLKRSVMVTLSRYYSSNNILLAASEDDDMKIDIEESFALEPALISQLK
HASDGMFLKEMVRVAFSQAPLDLNTVATPFGGAPEASAVSAVCGFLYAAFSVLDRTTIVSRLAYVANLVPPLWQYITSCR
LNNNWPAIELPSQDAQLSPELLGWMLPLAVFCPVFSHLLFSMDNDEFYNMKQPISIEDVKQLVLILKEGLWQLLWVMPFK
PSAFVASDIFVFQNMRQFFINVSASLLAELHDRNSKRQFAPSHTFHAREAIEESFFHQAEGENTKAREVLNRAPFLIPFT
LRVRVYTAQRTAARQNTSRQYGLQIKVQRDRIIEDAFMQFNVLSDESLRGTIRVSYVNELGAEEAGVDGGGIFKDFMENI
TSAGFDIQYGLFKETADHLLYPNPASHMVNDEHLQYFEFFGKILGKAMFEGILVDIPFAMFFLRKLRKKHNYLHDLPSLD
PELYKNLLFLKNNPNMVQQLGLYFVIEDNEYGEQLEVELLPGGKDIQVTKDNVYRYIHLVANHRLNHQIRQQSNHFLRGF
QQLISPEWLDMFNEHELQILISGFEDAMDIDDLHHNVNYGGGYHENHPVIQMFWDTVKALDANMQRKFLKFVTGCSRGPL
LGFKYLEPRFCIQKTAPEGAAEEALDRLPTSATCLNLLKLPPYKSKDTIREKLLYAIAAEAGFDLS              
>Smol_XP_002983942                                                              
MEDKHEFLLSKFPISESEEIRIHRHDILKDSYEELGQRSAEKLKKFQLSVHFRGEEGEGEGLGREWFQVVSQAIVEEQAL
LFSPVGDCYQPNPSSASCPGHLSYFKFVGRLAAKAIIDSQKLDIRFTRSFYKHILGREVTYMDMEPEVSKSLVWLLENKV
EESMGLSFSIDDHSDGRKEMAIHDLIPGGRDVPVTEENKHDYVNHVADYRLTGSIKPQIDAFLDGFYELISKDLISIFDV
KELELLMSGPPDVDVEELQKVARCEHTYCILKWFWDAVNGFCKEDKVRLLKFMTGSSKISNTGILITEGGEWNQLPTAYT
CSGTIVLPHYQSREQLEEKLLLAIREGCEGFGFV                                              
>Smol_XP_002982950                                                              
MEVDRGVSCPSSSSHLQFFVKTYIDGKTIVLHATASDTIESVHQQILVRTGLPLLEQRLIFGGRQLQHDQSLETCHVTND
ATLHLVARMRSTALPHSWQLINDLVATIRKMYGLSGDEVSRLGSKLTQCQDSVRTGVQEFLKMTSKSVPVLEHMQVFQLS
GATSALVMLLLSPVESNRICAEESIKFFLTGNDDYLPVHLHCHSAPVLLDFCKLLSKSAPSHPLYRSCRSALARLLDGSD
AAHGNPFFHEVKAETIVSDFSPFANELAESLLTRLQDYRSFPGQEFSSYIKEAKDFTAFITHICKSMATTQAQAQAQQVG
TAGWLDSIFHRLLVELDKCLVTVLWQHEKFQEGGPRSTQGVEERPFARAPFLFVLKGLHAVAKLSDISSMKLLSLLRSQR
LALNVLVSQSRWQDHDFWLLEYKRFLEFDSKKRLVMAMLPEPQDDHEERQEIVIQRSQLLTESLEQLVYVEAENIQGGLS
VEFSSEEATGPGVLREWFFMVCKEIFNPQFALFLPCPNDRRRFYPNPASGVNPGHLTYFKFCGRVIALAMMHRVQVDVTF
ALFFFKQLAGLPITWEDSRDADPALYASCKNILEMDPDSIDSDTLGLTFVTEMELLGSRKVLELCPGGKDMAVTSTNRRH
FVDLMVQRRLVAAVADQVKWFSQGFSDLLSNTSIHQFLRPLDLEDLDLMLYGKDREISVEDWKQHTEYHDYTASDEQARW
FWEVVEEMSPERRRKLLFFATSVTHLPPEGFAGLTSKFHIHKSLTNVTWLPTAHTCFYQLILPPYSSFDVMHRSLYAITA
DHIAEGFGFA                                                                      
>Smol_XP_002980952                                                              
MKVKRKRGAETPPRIRSFINNVVSTPLESIHTVLSSFYWDFEKGDFFHWLDLINHFDSFLEKFVTSRKDLQLDLEGSDES
DVPKEAVLQVLRVTRCLLDNCVNRSFYNSLEHLTVLLASTDPDIVLDTLLTLASYVKRPAQVARAFRVHRDPVMNGKLFS
LSQGWGGKEEGLGLLACTSSSGCDAEACRLGSFLHFEFYKEGESRDSSASGLQVIHIENLHQYPGSDLQVLKTLVEQYKV
PDNLKFSLLTRIRFARAFSILETRRQYVRIRLAAFTALIQSNPDHEDLAAFFVNEPEFVNELVSLLYHEDEVPEDVRMLA
LGALAGMSMDRPRQAAVYSVLTAGGNCGIIPTLVQKAVASLASTTPHYSLNFVEALLQLVSVLVSSSSGCAALREAGLIP
ILLPLLKDTNRRHIHLVILAVHILEAFMDYSNPASTLFRDLGGLDDTIFRLKVEVSAFEDVSGARQEEASSSKGKAPISE
DAGPTHDIPYHHRVLLKALLRAISLGTYAPGGNARLHGSEESSLPFCLSTIFKHAKLFGGGVFSLAASVMSDLIHRDPTC
FPSLDKAGLPGAFLDAITSGVLPSSEAICCIPTSLDAICLNNAGLEAVKDRDALRCFVKIFTSKMYLKALANDTPGSLAS
SLDELMRHVPALRALGIDVCIEILRTIAAMGGAVDVDTPVPMDTDGGEEKQPSEDPAPETSSSTAESSLSEYINNSVRLL
ETVLQNADTSKLFIEKGGIEALLQLYTLPDLPVSFGGSSTAHNMSVTFRAFPPQHAATLTKSVCKVLREDLKVTLALLES
IAGSRIFELETGLKMKVLRSLSATECFLSLSAVLVRSSPVMLAELSTGEADILHDIGRVHREVLWQVCLASEGKTESKKE
VDEASASAASSSSARENEEDLESLFSVGGTDRQTAVRSGPADWGIGADFFAPVRTDSLHRRSSSRREPVSTAEALSQIAR
MGRLARQGITSTNIEVDTVVEQPPVQESSKRKSPEVLNYEMVMKLVLAARSLYLALGKSMVIPSRRRDDLATMSVPAKSV
ASGIAKVFLENLSFEPAGGSPTVRCRYLGKVAEDIQAVLFDSRRKTCNTVLVNRLYVYGTFAHLLETFEEVSELLWTVGF



GNMQAENGKEAEASDQKSESHSWLWNTLHSYLKLIEQLVTSTTLLSPISVTHLLVQPVQDAPIAAPKDVEQFVQSMQMQA
LNAILPVWNHPSFAECNTTFITSIAGIIRQIYAGAGDTKSRSSSGGANPRLGPAPDEALISTIMEMGFPRARAEAALRNS
EASSVELAMEWLFTHPEEVTQEEDELARALALSLGNADGEGEAGKATEMTAEEEEIVLQMPDVEKMVNTCINILQMKDAV
IFTLTDLLVTISNYSSGRDRPLVVSFLVEQLKRCHAEGADWNRLSTVSHLMALVLTEDTPAREVAAKSGLVGTSLEILAS
YNDTSSETPVWVTALCLVLDQMLQVKVNTDSTPASNASSSSSGGEAQDQTPFASILGRPAGYMTDEEREKSMAVVCRLLH
MPLMPMPLQAVLQLCARLTKVHAMALQFLDGGGLTALLDIPPANWSGFDEVAGAIIRHLMEDPQTLLLAMESEIRHCFTV
AARQNGRVSPRLFLSTLAPVLTRDPAMFMQAAANVCQLDSSNGGRLTITLVKEEREKEKDKEKATEKGKEKERQGSRGEV
AARIQDRGGKSHKRVPHSFSRVIDQLLEVILHYPSGKGGDGTSMEIDKKLEKTSCETEALLEAAGRAAAGKVSFILKLMT
EILLMYSSSVSVVLRRDSESSQGRGPSQAGAEAVGHGGLLYHIVHRILPEGIHQTPADVVEVGKLSERAAAFLRAVCVRS
GEGRRRVLNEIVKALNMATQAPSGSQSSQPTIKRIHAFVNLIISILLSPSTGNPQTLGFSTDMSKAMVDAGMVRSLTNSL
QAVDLDHPDANKVVNVVLRALEVLSRTGSSLEQPAGVEGGNQKEGDAQQSASENPLQLQHDGEIAQHADQQEQLNSSSMA
EDTRQERDNPRAEAEVFMQEVGEVLNDAGRGMVFRVNSGADVGDEEEEEEDEMEVDDGEEEEEDEEEEEEEDEDAEGNDG
VPHMSPPDTDVEDQDNSLSDDFEDMGDLDDGAWQGDRVIEVRWTDGLTGLNHVHVLGQSNRNTVDLHVETFQNMSMDDIF
GSFRQSRGADRSRVGTYRSGASNGVPRGGASRHPLLVRPSQGTGPGVSTASLWSGNTIRDVEALLAGNSEGTRIFMTDQV
TDALFGERGALQPAQILDASMDPMLLMGRRGGRSESRLSSWTDDGQTQSGTQSTAVAQAVESAFVARLQALATSDDQPEA
ARQAGTEAPSAEPAANAVAADAPAQETQATGEAERREPSGIACQTDLDMAVQDVPAGQNSERSQDSGGSGATLGESLRSL
EVEIGSADGREENDRQVHSERLGAEEMIPARGLESASREAHMEVDEDLDNVVSQQAQATVQEDSVQAQATDQQDAGEEIT
GRNDASSIDPRFLEALPEDLRAEVLASQQNQSSRNNVENHPTPPTEEIDPEFLAALPPELQAEVLEQQQAQRIFQSQQVE
GRPVDMDSASIIATFPAELREEVLLTSSDAVLAALSPALLAEAQLLRERAMANIPTRNPFGGPRLTARRTNGIDRGVSAG
MFSVGRRLPSARSSGSASGPKEPEGKALVDEQAVKTLVRLLRLAQPLIKGLLQRLLSNLCVHSGTRSALLRLLLDMLRPE
SEGYCAAISADGAPSQRLYGCQWNVVYARAQLSDGIPPLVSRRVLEVLTHLARSHTSVAKSLLYLEQEPSERGNEAADKG
KEKMYENPSSSTASDIQPKYIPIVLFLKLLDRPLYSRSSQHLEQVLGLLEVVTSCTGMDSDAIDNSNGLPSDTQPSDAPQ
ETSSESPQQQPENPPTPSITLSKTEADILSKLPKNELCNMCRLLAQDGLSSVSYSRVSEVLKKLSDAVPLHRRLFISELA
DAAHKLSVPAVNELRSLADNISGGSSSAGTAILRVLQALSALTNRDAKADELQDIIRELNVVTEPLWQQLSISIGRIESR
LTTSSSSSIVGALGAVTSPLPQGSQKVLDFVEAFLVLCEKLRPQTEGTGIDLESPSSTSDWAHTGSSSFKLTNRPDERGL
NFIRFAERHRRLLNAFLRQNSGLLEKSFSLLLKTPRLIDFDNKRAYFRSRIRQQHEQQHFGPLRISVRRAYVLEDSYNQL
RMRTPDEVKGRLTVQFQGEEGIDAGGLTREWYQLLSRVIFDKGALLFTTVGNESTFQPNPNSVYQTEHLSYFKFVGRVVS
KALFDGQLLDVYFTRSFYKHILGTKVTYHDIEAVDPDYYKNLKWLLENDVNDILGLTFSIDADEEKHILYEKTEVTDHEL
VPGGRNIRVTEENKHEYVDLIAEHRLTTAIRPQINAFLEGFNELVPRELISIFNDKELELLISGLPEIDLDDLRANTEYT
GYSSGSPVVQWFWEVVQDFSKEDMARLLQFITGTSKVPLEGFKALQGISGPQKFQIHKAYGAPERLPSAHTCFNQLDLPE
YSSKDQMHDRLLLAIHEASEGFGFG                                                       
>Smol_XP_002978677                                                              
MFFSGDPGLRRKVELRGRSSKESDRQGTLNRVKDEREQRQRARLRQQGALRIQKCFRGRRDVAVNQVLIREKFVAAFGEF
SDRADRNVFKPESLYLPQIFFMISPKNSADFYRLAGACRHFLRCMSETEGGVFSVFVSGDYTTQRGAINYRVKHFAILCL
QGLYHHRESLKEELMLPEDGSRDDVAGVLVRTILSLATVELPWSGSLIEHLALNKMFCLLRDLVLTLKNTDARPLVMLSL
ERLVHQLSVLYVEKFQYLKPVPFTWSLPAQIFSVPLLWRRLPRLKEVSVTDGVWAFVVHQTAINKLDLRSSLPSDVSPEF
PSFVCLLGNLLESSRLAMQQPNTMIQLVTDIANVARTLLSTPPITCALCPKETFSDASEDDDMKIDIEESFALEPALISQ
LKHASDGMFLKEMVRVAFSQAPLDLNTVATPFGGAPEASAVSAVCGFLYAAFSVLDRTTIVSRLAYVANLVPPLWQYITS
CRLNNNWPAIELPSQDAQLSPELLGWMLPLAVFCPVFSHLLFSMDNDEFYNMKQPISIEDVKQLVLILKEGLWQLLWVMP
FKPSAFVASDIFVFQNMRQFFINVSASLLAELHDRNSKRQFAPSHTFHAREAIEESFFHQAEGENTKAREVLNRAPFLIP
FTLRVRVYTAQRTAARQNTSRQYGLQIKVQRDRIIEDAFMQFNVLSDESLRGTIRVSYVNELGAEEAGVDGGGIFKDFME
NITSAGFDIQYGLFKETADHLLYPNPASHMVNDEHLQYFEFFGKILGKAMFEGILVDIPFAMFFLRKLRKKHNYLHDLPS
LDPELYKNLLFLKNNPNMVQQLGLYFVIEDNEYGEQLEVELLPGGKDIQVTKDNVYRYIHLVANHRLNHQIRQQSNHFLR
GFQQLISPEWLDMFNEHELQILISGFEDAMDIDDLHHNVNYGGGYHENHPVIQMFWDTVKALDANMQRKFLKFVTGCSRG
PLLGFKYLEPRFCIQKTAPEGAAEEALDRLPTSATCLNLLKLPPYKSKDTIREKLLYAIAAEAGFDLS            
>Smol_XP_002975952                                                              
QVSLRGASAKEDSRDVLLEKIARDRASRVLQRRTLAATLTVQRIWRSRRAARIAVNAIQLLWDERVEEIHRSGIVSAEAF
ADDILRPFIFFTRNLSWLTRSFFVKDLQRVSICFQALLQSVNFPGVNARNFCKLACGTPSRKTQWFYQVHRLLTICSAIL
IGRRRSDAVSTSLLALAMRLLVTLTDSKLWNGFEDRQRETGAVTSEIVQWFGAGNSGFYYAAHAYLMEGNTADLETKESF
LVTASLITMAFRPFHAIAAELSCQRYARDLEDWKGKAAAQICRHVLTVPCLIERLPAGLVPAFQHENVLAMKTKFFLLKQ
TFGITVLSEKDSNVPHQAWSLTNVVSIVSVGSLSEPMYSHFVEAVCCLLHSMIPWIEEVRERKRSYEDSGDEDTEDYTEL
HSRCGGAALDSFIRLLRPLFDQRQVLQLFEKATSSSVGLPNIARLYSYLLTTFSVLNFGGGALPVLNVLAFTKELLPQLW
NWFMSSIQLKIVKMPESRGALPAKEQSSRQLSSKLANTFLKRTKSASSESISEVHDDGQWHIEQLKGGPAALSEDAASVL
TLFCTLYAHLLLVLDDNEFYDKQVPFSIDEQRLISAALNTMLYHGFFLAGRTQYATLMEASTRCLRALYERDSRRSFCPA
ALWLAPATEMRPAIAAAARAHEAASVSKAGEASAIGSILTTMPHVLPFEERVQIFREFINSDKTLRKIEGEIVGPGPGST
EISIRRDRIVEDGFQQLGALGARFKGCINVSFVNEHGLTEAGLDYGGLFKEFLTDLAKAAFDPGYGLFQQTATEERFLFP
HPAASSLGQGLRTIEFLGRIVGKALYEGILLEHLFSPVFVSKILGRYCPIDDLSSLDGELHRNLMYLKNYEGDVSDMALD
FTVTEEYFGKRKVIDLVQGGDKIPVTDANKLQYVHAMADYKLNRQVRPVVNAFVRGLTDLVSPSWLGLFNAKEFNQLLSG
EEHDFDVNDLKANTRYTGGYSVTSRTVKLFWEVLEQLDVKERCAVLKFVTSCSRAPLLGFKHLQPPFTIHKVTSDAPVWT
FLAGQDVDRLPSASTCYNILKLPAYRRIGTLREKLQYAIRSNSGFELS                                
>Smol_XP_002974090                                                              
METRSRKRAEATGRRPPPAQSSSRASKRVRVGASSSSSGAAAAAAAAPPAPAPVAAAAAGASSSRSRPSTRRNTASQAGT



SVSNSSGEKDDKGKEKEACRNRDARDRAAGASVEADDDDGGDGVSTLQQNLASASSALHGLLRKLGAGLDEFLPSSTPAH
QSSRLKRILSGLKAEGEEGRQLEALSQLCELLSIGTEESLSSFSVDSFVPVLVSLLNHEYNPDVMLLAARALTHLCDVLP
SSCAAVVHYGAVPCFCARLLSIEYIDLAEQSLQALEKISHEHPAACLRAGALVAVLSYLDFFSTGVQRVAVSTAANICRQ
LPSDGVNFVMESVPILTNLLQYQDPKVVDHASLCLTRIADSFANSSEKIDVLCSHGLIPLAARLVSVSNPNGAMVPQTSL
SASTYTGLIRLLSSCASGSASASESLLLLNISSILKDILTGAGLTSTTSVAPSISRLPEQLFEIVNLVNELLPPVPDVGA
APLPNGVDSTSSSKVTQASPRIQLLQDRPELLLGFGADLFPVLVQVYGSSVTSSVRHKCLAAIHKLLYFSTPEMLHSLSK
DTNISSFLAGVLASKDPSVLLTALHITELLMQKLPGVFAKTFVKEGVVHAIDTLIACEQQLGKTSDSQKTRRATSGRRRS
GSTSDVHPDDPGGSSSAPVGSPPNADSPLHTARLGLLSTAVAKAKFLRGAHFCNGITDGGATESLCRLKSLCSKLTADST
PEVKGKGKGKAKACGSTTSLSEEQLLAAISGVFGELENGEGVSTFEFVNSGIVSALLNYLSCGSVDGRSRQQALNRLKNF
LAVALSSDIREAPLTVLVRKLQNALGSLERFPVILSHGPRATGSTASIAAGLSALTQPFKLRLCRASGEKVLRDYSTNVV
LIEPLATLAAIEDFLWSRVKRHDSSPSSTVAASSDCVSSPPASTTPTASTSTPSRPSTRSRTAAAGSGDATPSKGKGKAK
TFEARATTESRGPETRNAAARRRAAAAAASAAVTKQRAPIDSEDDDADASPVEVEDAVAMDEDDVSEDEEELFGEEPAEV
CVGDRVHDVQLGDSADAGAVATSATTSETPSPFGTGAAGSSTPVLIGTGASGSRATAAVGKGALSFAAAAMAGANASKNS
KDRKSLAAIASANVPPKLSFYLGGKLLNRSLTIFQAIQRQTAMDEDDDERYAAPDHPLGHGRRLWDEVYTITYQRADPTE
KTSPGGVSSTKSGVAGSSSQGLDGLQQASLLDAILQGELPCDLDKSSSTYNILLLLRVLEGLNRLAPRLRAQGVIDAFAE
GKVSSLSLSEASTGGASVLQEEFLSSKLTPKLARQMQDALALCSGGLPAWCHQLTKACPFLFPFETRRQYFHSTAFGLSR
ALQRLQQQQSADGTSSANERELRVGRLQRQKVRVSRTRILDSAAKVMELYSGHKAVLEVEYFGEVGTGLGPTLEFYTLVS
RELQKNSLDLWRTESRPGSPQQADTEMPDINEDVLDEPSENQASVQPVEQNIDYVTAPHGLFPRPWHPASTDARYTKTVE
HFRLLGRVMAKALQDGRLLDLPFSIPFYKLVLGQELDLYDVKAIDPELGSTLDELQGLVRRKQYLEGVCHQMSDGLRFRG
SRIEDLCLDFTLPGYPEFHLKEGGNEIMVTLDNLEEYVALVVDATVKMGISAQMEALRSGFSQVFQLSSLQIFTEQELDN
LLCGRRELWTPETLVDHIKFDHGYTSASPPVRHLLEIMGEFTAEEQRDFLRFATGAPRLPPGGLAALNPKLTIVRKHPTG
GNGSSVVLGSTPPGAASAMGTTLADGDLPSVMTCANYLKLPPYSSREVMRERLMYAISEGQGSFDLS             
>Smol_XP_002971929                                                              
DLGGLRREWFHLVSREIGEKLFTTVGDDRYQPYPSLSDSNLSDFKFVGQLVAKAIVDDERLDLRFTRAFYKHILGQEVTY
KDMDEEFVKNITWLLENNVDESIGLTFSVDIEHCTSGGKTELITCDLVAGGGDISVTDANKHDYVMLLGEYLMTKSIKPQ
LNAFLDGFYELIPIGLLSNLNADDLELLICGSSKIEVQDIKNVAKCKHHHHILKWFWTIIKGFNEKNKEMLLKFITGSSK
VPFSGLNSFYIGYLEEENHYLPVAHTCVNQILLPLYKSKEQLREKLLLAIYEGAERFG                      
>Smol_XP_002968883                                                              
METRSRKRAEATGRRPPPAQSSSRASKRVRVGASSSSSGAAAAAAAAPPAPAPVAAAAAGASSSRSRPSTRRNTASQAGT
SVSNSSGEKDDKGKEKEACRNRDARDRAAGASVEADDDDGGDGVSTLQQNLASASSALHGLLRKLGAGLDEFLPSSTPAH
QSSRLKRILSGLKAEGEEGRQLEALSQLCELLSIGTEESLSSFSVDSFVPVLVSLLNHEYNPDVMLLAARALTHLCDVLP
SSCAAVVHYGAVPCFCARLLSIEYIDLAEQSLQALEKISHEHPAACLRAGALVAVLSYLDFFSTGVQRVAVSTAANICRQ
LPSDGVNFVMESVPILTNLLQYQDPKVVDHASLCLTRIADSFANSSEKIDVLCSHGLIPLAARLVSVGNPNGAMVPQTSL
SASTYTGLIRLLSSCASGSASASESLLLLNISSILKDILTGAGLTSTTSVAPSISRLPEQLFEIVNLVNELLPPVPDVGA
APLPNGVDSTSSSKVTQASPRIQLLQDRPELLLGFGADLFPVLVQVYGSSVTSSVRHKCLAAIHKLLYFSTPEMLHSLSK
DTNISSFLAGVLASKDPSVLLTALHITELLMQKLPGVFAKTFVKEGVVHAIDTLIACEQQLGKTSDSQKTRRATSGRRRS
GSTSDVHPDDPGGSSSAPVGSPPNADSPLHTARLGLLSTAVAKAKFLRGAHFCNGITDGGATESLCRLKSLCSKLTADCT
PEVKGKGKGKAKACGSTTSLSEEQLLAAISGVFGELENGEGVSTFEFVNSGIVSALLNYLSCGSVDGRSRQQALNRLKNF
LAVALSSDIREAPLTVLVRKLQNALGSLERFPVILSHGPRATGSTASIAAGLSALTQPFKLRLCRASGEKVLRDYSTNVV
LIEPLATLAAIEDFLWSRVKRHDSSPSSTVAASSDCVSSPPASTTPTASTSTPSRPSTRSRTAAAGSGDATPSKGKGKAK
TFEARATTESRGPETRNAAARRRAAAAAASAAVTKQRAPIDSEDDDADASPVEVEDAVAMDEDDVSEDEEELFGEEPAEV
CVGDRVHDVQLGDSADAGAVATSATTSETPSSFGTGAAGSSTPVLIGTGASGSRATAAVGKGALSFAAAAMAGANASKNS
KDRKSLAAVASANVPPKLSFYLGGKLLNRSLTIFQAIQRQTAMDEDDDERYAAPDHPLGHGRRLWDEVYTITYQRADPTE
KTSPGGASSTKSGVAGSSSQGLDGLQQASLLDAILQGELPCDLDKSSSTYNILLLLRVLEGLNRLAPRLRAQGVIDAFAE
GKVSSLSLSEASTGGASVLQEEFLSSKLTPKLARQMQDALALCSGGLPAWCHQLTKACPFLFPFETRRQYFHSTAFGLSR
ALQRLQQQQSADGTSSANERELRVGRLQRQKVRVSRTRILDSAAKVMELYSGHKAVLEVEYFGEVGTGLGPTLEFYTLVS
RELQKNSLDLWRTESRPGSPQQADTEMPDINEDVLDEPSENQASVQPVEQNIDYVTAPHGLFPRPWHPASTDARYMKTVE
HFRLLGRVMAKALQDGRLLDLPFSIPFYKLVLGQELDLYDVKAIDPELGSTLDELQGLVRRKQYLEGVCHQMSDGLRFRG
SRIEDLCLDFTLPGYPEFHLKEGGNEIMVTLDNLEEYVALVVDATVKMGISAQMEALRSGFSQVFQLSSLQIFTEQELDN
LLCGRRELWTPETLVDHIKFDHGYTSASPPVRHLLEIMGEFTAEEQRDFLRFATGAPRLPPGGLAALNPKLTIVRKHPTG
GNGSSVVLGSTPPGAASAMGTTLADGDLPSVMTCANYLKLPPYSSREVMRERLMYAISEGQGSFDLS             
>Smol_XP_002968532                                                              
QVSLRGASAKEDSRDVLLEKIARDRASRVLQRRTLAATLTVQRIWRSRRAARIAVNAIQLLWDERVEEIHRSGIVSAEAF
ADDILRPFIFFTRNLSWLTRSFFVKDLQRVSICFQALLQSVNFPGVNARNFCKLACGTPSRKAQWFYQVHRLLTICSAIL
IGRRRSDAVSTSLLALAMRLLVTLTDSKLWNGFEDRQRETGAVTSEIVQWFGAGNSGFYYAAHAYLMEGNTADLETKESF
LVTASLITMAFRPFHAIAAELSCQRYARDLEDWKGKAAAQICRHVLTVPCLIERLPAGLVPAFQHENVLAMKTKFFLLKQ
TFGITVLSEKDSNVPHQAWSLTNVVSIVSVGSLSEPMYSHFVEAVCCLLHSMTPWIEEVRERKRSYEDSGDEDTEDYTEL
HSRCGGAALDSFIRLLRPLFDQRQVLQLLEKATSSSVGLPNIARLYSYLLTTFSVLNFGGGALPVLNVLAFTKELLPQLW
NWFMSSIQLKIVKMPESRGALPAKEQSSRQLSSKLANTFLKRTKSASSESISEVHDDGQWHIEQLKGGPAALSEDAASVL
TLFCTLYAHLLLVLDDNEFYDKQVPFSIDEQRLISAALNTMLYHGFFLAGRTQYATLMEASTRCLRALYERDSRRSFCPA
ALWLAPATEMRPAIAAAARAHEAASVSKAGEASAIGSILTTMPHVLPFEERVQIFREFINSDKTLRKIEGEIVGPGPGSI
EISIRRDRIVEDGFQQLGALGARFKGCINVSFVNEHGLTEAGLDYGGLFKEFLTDLAKAAFDPGYGLFQQTATEERFLFP



HPAASSLGQGLRTIEFLGRIVGKALYEGILLEHLFSPVFVSKILGRYCPIDDLSSLDGELHRNLMYLKNYEGDVSDMALD
FTVTEEYFGKRKVIDLVQGGDKIPVTDANKLQYVHAMADYKLNRQVRPVVNAFVRGLTDLISPSWLGLFNAKEFNQLLSG
EEHDFDVNDLKANTRYTGGYSVTSRTVKLFWEVLEQLDVKERCAVLKFVTSCSRAPLLGFKHLQPPFTIHKVTSDAPVWT
FLAGQDVDRLPSASTCYNILKLPAYRRIGTLREKLQYAIRSNSGFELS                                
>Smol_XP_002961892                                                              
QFSFCQYPFVFDPSSKSKILQMDSIFQMTEEFEDAILRSVFIGMTCPYLILRVRRDFLVRDTIVQIQEQLGDLKKPLKVV
FVGEEGIDEGGVQKEFFQLLVRELFNPQYGMFSYSDEARCFWFNATPSELNFDTEFELVGILLGLAIYNGHILDLHFPTV
VYKKLLGKPLALDDLGQVWQLRPRKALKTMFLQVKPDLGKGLEHLLRFTGDVEETYSRTFQISEIDMFGRTATVNLKEGG
ENIDLNLQNRDEYVKLCVEYYLGKSIARQFECFSQGFRRLCKGRVLDLFQPVELEQLICGSPGLDFEALEKVAMYDDGYT
KESRIIREFWEVVHSFTEEQKRKLLFFTTGSDRAPIKGLSNLQFVISRNGPDCERLPTAHTCFNHLLLPEYKTKEKLQER
LLTAINNAEGFGLM                                                                  
>Smol_XP_002990240                                                              
MEDASTTSSSSSKENVRLDVMKYFDEFRERGMLANEAAALALKVAYGNVDPPLDPASLLDAIAKAGETRQYRELIETIKF
AFSSVDVVSTCFLSKTPPNSDSSSSLVAGMELSLLEDFYVSALRLEAPEVNLAIMEANEQLLASLLRSLKDGSWPSGSLR
AVIIMLENRLFMEPDYYGTLSRLWRLVLDAPQSFRASLFSALKEYDGKQLERLVVVIQQFITIQLYEFQQVNTMVVSGVE
ILGFIYSVNESSLRIGHSAFYNDAVNNDDFNLKDDFSRWVDPTRQQFSFCQYPFVFDPSSKSKILQMDSIFQMTEEFEDA
ILRSVFIGMTCPYLILRVRRDFLVRDTIVQIQEQLGDLKKPLKVVFVGEEGIDEGGVQKEFFQLLVRELFNPQYGMFSYS
DEARCFWFNATPSELNFDTEFELVGILLGLAIYNGHILDLHFPTVVYKKLLGKPLALDDLGQVKPDLAKGLEHLLRFTGD
VEETYSRTFQISEIDMFGRTATVNLKEGGENIDLNLQNRDEYVKLCVEYYLGKSIARQFECFSQGFRRLCKGRVLDLFQP
VELEQLICGSPGLDFEALEKVAMYDDGYTKESRIIREFWEVVHSFTEEQKRKLLFFTTGSDRAPIKGLSNLQFVISRNGP
DCERLPTAHTCFNHLLLPEYKTKEKLQERLLTAINNAEGFGLM                                     
>Smol_XP_002981970                                                              
CSSSSSHLQFFVKTYIDGKTIVLHATASDTIESVHQQILVRTGLPLLEQRLIFGGRQLQHDQSLETCHVTNDATLHLVAR
MRSTALPHSWQLINDLVATIRKMYGLSGDEVSRLGSKLTQCQDSVRTGVQEFLKMTSKSVPVLEHMQVFQLSGATSALVM
LLLSPVESNRVCAEESIKFFLTGNDDYLPVHLHCHSAPVLLDFCKLLSKSAPSHPLYRSCRSALARLLDGSDAGHGNPFF
HEVKAETIVSDFSPFANELAESLLTRLQDYRSFPGQEFSSYIKEAKDFTAFITHICKSMATTQAQAQAQQVGTAGWLDSI
FHRLLVELDKCLVTVLWQHEKFQEGGPRSTQGVEERPFARAPFLFVLKGLHAVAKLSDISSMKLLSLLRSQRLALNVLVS
QSRWQDHDFWLLEYKRFLEFDSKKRLVMAMLPEPQDDHEERQEIVIQRSQLLTESLEQLVYVEAENIQGGLSVEFSSEEA
TGPGVLREWFFMVCKEIFNPQFALFLPCPNDRRRFYPNPASGVNPGHLTYFKFCGRVIALAMMHRVQVDVTFALFFFKQL
AGLPITWEDSRDADPALYASCKNILEMDPDSIDSDTLGLTFVTEMELLGSRKVLELCPGGKDMAVTSTNRRHFVDLMVQR
RLVAAVADQVKWFSQGFSDLLSNTSIHQFLRPLDLEDLDLMLYGKDREISVEDWKQHTEYHDYTASDEQARWFWEVVEEM
SPERRRKLLFFATSVTHLPPEGFAGLTSKFHIHKSLTNVTWLPTAHTCFYQLILPPYSSFDVMHRSLYAITADHIAEGFG
>Smol_XP_002977296                                                              
DLGGLRREWFHLVSREIGEKLFTTVGDDRYQPYPSLSDSNLSDFKFVGQLVAKAIVDDERLDLRFTRTFYKHILGQEVTY
KDMDEEFVKNITWLLENNVDESIGLTFSVDIEHCTSGGKTELITCDLVAGGRDISVTDANKHDYVMLLGEYLMTKSIKPQ
LNAFLDGFYELIPIGLLSNLNADDLELLICGSSKIDVQDIKNVAKCKHHHHILKWFWTTIKGFNEKNKEMLLKFITGS  
>Smol_XP_002960729                                                              
MNLEGAVRASEITYSSVLIACPSLRALRSIHHTVASAGFLDELGVANSLTSAYGRFGEVDRAKEIFDAMRTAGSEAQLNG
ELAEDFTIESKVTLVTLLKDALFKLDSNDGGDAPGVESLASLLVSTDAEIVLLALEVLAAAQTKDGYSSKTMSYVREISY
GWPSRDQWFCAKESARSLYFEFYQDGKLEVIQVEVEELCREDCLDLFNRLVRDFKVPGELRFSLLTRIRFAKAFSSAETR
YEYLRISILALGLVPHVEKSQLSDLEAVACDGVVPESVRISALYALGAHGKEDILTTAERDAKVHEFLSGKVQHSSGFIK
ALLDNSSAPIDLQDEDRKRRRQLPSSVFGVLSLNEALIWLEDELKDISSSDDDSLREKQRMIRDLLSKAFEGGEGEVEQF
LVKIFDNPRLLRGTSSSSKVSTDGWKIVEATMSWKLSDELHAKLAKLILDDVTAVPEAVLLKALSASFMSTLVGVGGYEF
LRQLPVSVVMKLERFPPTDKCGGYAEMAKSLCEDFGSLIEGKCAEKVEVLPWIVERMLFNNDGHCNAFFFKQLFMSGALD
KLLIAFEAFGSCSTPVGSSTTGMAPSLDVYFSIFCQLLDSEWADLTGEEDEKRIKQQIFYAVLRVIRLCDISQFTPRMAA
AVLEQLCKKNPAEVDDLAVSKLVSMGYDKAVARAALEKKGNSIERAVEKMAEENFEDALALSFPPMLEMVDLLLKLMNCH
GSEDLILTIWRNGVLHERETALVSLVCQLGSEAAAAKLLALLVTKDTAAAVVIRRRGMANQFLELLLSPKFETSVESAAV
VLRLLFGGGDHGGNPFAASGMSEDQHKQAVVWFGNFICQTPPTAHGPKLLKLGETLTRNRKMALELVTNARDLAALFERL
LDLSVDPDSKSCACKTVLHLLEDHQMLYHRMVRAIRARLLANAADVHDFLRDMSSWAFREPAIFLRASFDTCEVVRVGKD
QHYIFLKGGQVTGNGGDESALVSTHFLDVFAQLRDPLLAGLDDVRIELLTKIYDEFPDFLLGHEAGILDRVLESESKASS
VSKFLKAVWRENRDSVLQALMKAFSLELISTSKLVRLSKVLESCYEFLDALLADRIVKALAALDLDHPEAAAVVTSVFEV
LANFLSSHRHRPVVSIPPYVSEAGVIAFLQAMYATAEDPVAAISTGAEETTQNMWAFLATLDPDLRLQILRTCPDLLPEL
TQHQQAPNVALQDQAAEHDRHHTEDEHETEEEDQNEDEDDEYANGEDGTEDGDGEDDVEEDDEMQDGLEGDQCEQEQEIF
PQSWVVDNDDLETLVKFLRFAPESFDERKLVSFLKKHTNHAELARVLVRMLLRTENSRAFGSPANGLFHRNFVLGVPCFV
LKRLLCLFAELGGHRNSSVLASLKEDDVVSIVALLFSLLDDLKFVASAVRLLKLMTLELKRNKETIAITVSDVKLYKLCD
LYAVNASVGDVLGNLIAINPALSPAILSRMTSISTKLVSSVVKELEVGDYTSTGAVLNLIRTLDRVEQKDLPHLVSALDP
LWGFVRSGMPKAARPLVGAFFLAQQFISDAPAPSTLALARELVGQNVVKIEVLLPVLRKCPGLLAMEDKHEFLLSKFPIS
ESEEIRIHRHDILKDSYEELGQRSAEKLKKFQLSVHFRGEEGEGEGLGREWFQVVSQAIVEEQALLFSPVGDCYQPNPSS
ASCPGHLSYFKFVGRLAAKAIIDSQKLDIRFTRSFYKHILGREVTYMDMEPEVSKSLVWLLENKVEESMGLSFSIDDHSD
GRKEMAIHDLIPGGRDVPVTEENKHNYVNHVADYRLTGSIKPQIDAFLDGFYELISKDLISIFDVKELELLISGPPDVDV
EELQKVARCEHTYCILKWFWDAVNGFCKEDKVRLLKFMTGSSKISNTGLLITEGGEWNQLPTAYTCSGTIVLPHYQSREQ
LEEKLLLAIREGCEGFGFV                                                             



>Php_XP_001779928                                                               
SDDDLRNPLSIHFVGEVGRDDGGVTRDWYSVLAKEIFNPQYALFTHSAVDDYTFQINPNSGINPDHLDFFRFIGTIVGKA
LYDGCLFVAHFTRFVYKQILDEPVTYHDMASVDVQFYESLCWLLQNKLEGMDLGLTFSVDTDNFGSYEEIEVCENLKKNG
KEIAVTEQNKREYVDLLTSWRLKESVEAQFGAFRSGLSRIVDPALLQHFDEAELEWLIGGLPTINAGDWRKNTVYKAGFS
DSPDCHVIRWFWQLVESWDQEMRARLLQFVTGTSKVPYPEGFKGLRGSEGLRMFHIVRVSDSTRLPQAHTCFNELILPDY
DSYEELQRNLNTAIFETGNQFQLR                                                        
>Php_XP_001779668                                                               
LLVESLSPLHQQWHLVELVEKATFNQSTPMVFISVAKGSIKGAKEKLFTLSDVAKIYSILLQVFAVLNPFGGALPIVNLI
AFTPSIVPLLWSWLHASPGLAHLLKRAVNERTETSRSADVGSYRSGTRIDPELARRWAAEIRDMRTISNSPSRASGSNED
MKTEGNVAPQITDMDNVKSGSECVPEEVLPVLLLFCEAYSHFLFVLDDEDFYERQEPFTLAQQKVISGMLNTLVYHELLS
TCKRSNFLLMDVAIKCVKPLYERDCRRSFCPPYLWIAPAVATQLPSRAAAGASEGNGCKSSQMAALGAILRTIPHVLSFE
ERVHIFREFVRTDKLLKGMEGGTVSPVPGTISIVVKRDNLFEDGLAQLNPLGPRLKSCINVSFENESVLAAADLDHGGSL
KELLTDLANTAFDPEYGLFVQTATDGLLLPRAAAGNLDSELRKLKFLGQIVGKALYEGILLEHSLSPLFISKVLGRCSFL
DDLSSEDSELHRKLVYLKVTSEDAQDLKLNFTVKEDLFDEHWIVELQPGGADIPVTNENKLQYVNSVVNHKLNRQMKPVT
AAFVRGMADLIDPEWLGLFNAKEFNRLVSGGDHDFDVDDLRIHTCYANGYSKSSLTIKIFWEVVREFEEEERSALLKFVT
GCSRPPLFGFEYLQPAFTIERVVSETSAWAKIFGQDVNCLPTASTCNNTLKLPMYKRASFLKEKLQCAMKSSTRLKHP  
>Php_XP_001779662                                                               
CKGDRVHDVQLGDAEGGAVASSSEASQPSGDASVASRTGTLTSGAESSGMRTPGARGALSYAAAALASAGVNGSRGGGRE
RKSLGAAMTSNSPPKLMFSLGRNQLNRMSTIFQAIQRQAVVEEDEEERYGGSEHGGGSGRRLWDEVYTITYQRADANGEA
SLCVSGKSAGASPRGKGCGSAMDGSWQQASLLDSTLQGELPCDLDKSNNSYSILLLLRVLEGLNRLAPRLRAQGAWEAFA
AGEVDRVEESPGAGPLVPREEFLSSKLTPKLARQMQDALALCSGGLPSWCGQLTRACPFLFPFETRRQYFYSTAFGLSRA
LQRLQQQQNADGSAASNDRELRVGRLQRQKVRVSRQRILESAAKVMELYAGHKAVLEVEYFGEVGTGLGPTLEFYTLLSH
ELQKEKLNLWRSEMRLKSEATVGVESAESGRGSAEGEVSCIEYVTAPQGLFPRPWHPDTDPASNKNYWKVLEHFRLLGRV
MAKALQDGRLLDVPLSTAFCKIILGQASGLELDLYDMQTVDPDLGRTLFEMQGLIQRKQFLEGHGGKREEVEALNFRGSK
LEDLCLDFTLPGYPEYELKSNGREVAVDLDNLEEYVSMVVEATVKVGIAAQIEAFRAGFNQVFPLSSLQIFSEDELDYLL
CGRRELWAPESLPDIMKFDHGYTASSPPIRNVSSCELSPEDQRAFLRFVTGAPRLPPGGLAALNPKLTIVRKHPTDGSGV
PLGSTPPGALAGLGTTLADKDLPSVMTCANYLKLPPYSCKEIMRKRLLYAIHEGQGSFDLS                   
>Php_XP_001777929                                                               
MSQVIFEGEAGVDEGGVTKEFFQLLIRELFNVGYGMFTYNEDTRHFWFNRDSMETKHEFRLVGNILGLAIYNGVILDIHF
PKAVYKKLLRESVSLKDLRDLEPQIAKGLEELFVYQGDVESTFCQNFQITYEYFGEMKIYDLVEDGGNITVTNDNRERYV
SLYVKYLLEDSIREQFDAFLEGFYQVCIGPALSLFRHEELELLICGLPHFDFDALERVTKYENGYTKDSQVIKWFWEVVK
SMSLDEKKQLLFFTTGNDRAPVGGLATLKFIITRNGDDTDRLPTAHTCFNVLMVPNYSSKSKLENRLKLAIANSTGFGLQ
>Php_XP_001776392                                                               
MADSLEESISLGFRNLSTLIALPGNFESNSNSSSLSSQAVERLERIDGSSSSLVKSSPARLQFFVRAYGRTIVMHAHPSD
LVESVHQQIFAKTGLPVSEQRLIFGRLQLQQDQTLESCQVVNDATLTLVARMRSTALPASWQLINDLVATVRHMCAVGDQ
QLGLKLMHSQDCVRASVQEFLKMAVKSVFELAGATSALVMLLLSPVESNRECAEDAITLFLSSNDEYLPASIHCHCAPVL
LDFCKLLARSARNHNLYASCRQALARLLDTIGVAHGSPFFNEAKADSIVENFAPFVNELSVWLTQNLRCTAKAYAGKESS
ACFSAYVKEAKDFTAFVIPLCKAIEVCKVIGSHGWLQQLFKDLLQEVDSCLEAVGLIPERHNESFGPGSTLPEERPFEWA
PFLVVLKGLHAIAKLYEGAMANLMEMLLLRRVSLNILIRQSRRQLDDDFWLLDHKTLLEFESKRRLVMAMLPEPQDDHDE
RQEVVVKRATLLTESFEQLAYVEPEVLQGGISVEFASEEATGPGVLREWFCMICREIFNPQNALFLPCPNDRRRFFPNSA
SGVNPGHLTYFRFCGRVIALALMHRVQMDVVFALSFFKQLAGLPVVWEDAKDADPLLYESCKKILEMDADLIDTDILGLT
FVSEVEELGSHKSMELCMGGKDMVVTSANRRHFIELLVQRRLVSSVAEQVKSFSQGFSDLLMNSTQQQFLRALAPEDLDL
MLYGKDRNICLEDWKAHTEYHDYCVTDDYIVWFWQVVEKMTSYERRRLLFFSTSVTHLPAEGFAGLSSKFHIHRAHTDIS
WLPTAHTCFHQLVLPAYPTYEIMCARLLAITDCHIAEGFGFA                                      
>Php_XP_001774239                                                               
MFFSGDATSKKKVDLGGRSGKERDRQKLLLQTKLEREQRQRLRIQTQSAKQIQKFVRGRREVAAVRPIIRSEFCAIYGEF
SERADRNAFLPSSKFLSLLFFFFQSSNDGDVQRLVGACRLLKQSLSQSKISELFTVERTISELALASHRQKRLASLCVHS
LFINCMSMKMELLKDVHPSAISQDSSVLLETLLLLTSDDSLWGNDVMEHLMRNKLFYFFRYILLQLKPDAKQSTREKTYL
EYVVCCLAKRYVQTMSAANILPIEWGFPCQVLSIPLLWQRYPSLKQVFVYEGLWGHSIHLIASNLSKFISLLPSDTTPEF
PSCICLLGNLLEVAAEGLCSSDCTLQLATDFAVVCTYLLEDLPSSFFRSSRDRNYDGPDEDMDIDGPETTLSEPALEQQI
LHAADPELLKNLVRVAFLQSATNGPCTEAEAEAVGATCAFLYSIFMTLPTSRVITGLAYKAQLVPQLWTHIKRHHRLQSW
PSIEFKGRNVLEMLVSRLPGWVLPLAVFCPVYSYLLMSIDNEEFYEQQRPLSIPDIIRLVSVLKEALWQLLWVLTNKQSS
SSAHKPGSDAFGSRRMFSYHVFQQFVSKSASRLLAELHDRNSRRQFTPPEDFHARQGVDDYFVAQAEGEHTRARDLLRQA
PFLVPFKDRVRIFTSHIAAARAENGPQNPMGRTRIKIRRDHITEDAFAQLNGISAEALKGTIRVMFVNELGVEEAGVDGG
GIFKDFMEGITKTGFDVQYGLFKETSDHLLYPNPASQMVSDEHLQYFEFFGKMLGKAMFEGILVDIPFATFFLSKLRKKH
SYLHDLPSLDPELYQSMLFLKHYDGDWSQLAAYFVVTHNEYGEQTEVELIPGGRDIQVTGDNVIKYIHLVAHHRLNTQIY
QQSLHFLRGFQQVIHSEWIDMFNEHEIQTIISGSHEGMDVDDLRKNANYAGGYDEHHPVIEMFWEVVQKLDLGLQQKFLK
FVTGCSRGPLLGFKHLEPQFCIQRAGLDDGSQEALDRLPTSATCMNLLKLPPYRSKEIIHEKLLYAITAGAGFDLS    
>Php_XP_001772290                                                               
MNDERLVRIDGCSSSPMELSPARLQFFVRTYGRTIVLHAHASDLVESVHQQIFAKTGLPVSEQRLIFGRLQLQHDQTLES
CQFYNDATLTLVARMRSTALPASWQLINDLVATIRHMCDVGDQQLGLKLMHSQDCVRASVQEFLKMAVKSVPVSEHMQVR
LFCSLVFELAGATSALVMLLLSPVESNRECAEDAITLFLSSNDEYLPASIHRHCAPVLLDFCKLLNKSAPNHNLYASCRQ



TLARLLETVGVAHGSPYFNEAKAEKIVEDFAPFVNELSARLTQNLRCTAKAYASKESPVSFSSYVKEAKDFTAFVIPLCK
AIEVSEVGAEIGSHGWLRQLFKDLLLEVDSCLEAVGLVAERQNESYGPDSIVSEDRPFGLAPFLVVLKGLHAIAKLYEGA
MADLMEMLLVRRVSLNILIRQSRWQQDEDFWLLEHKSLLDFESKRRLVMAMLPEPQDDHDERQEVVVKRATLLTESFEQL
AYVEPEVLQGGISVEFATEEATGPGVLREWFSMICREIFNPQNALFLACPNDRRRFFPNPASGVNPGHLTYFRFCGRVIA
LALMHRVQMDVVFALSFFKQLAGLPVLWEDAKDADPTLYESCKKILELDADLIDTDILGLTFVSEVEELGSHKSMELCLG
GKDMVVTSENRRHFVELLVQRRLVSSVAEQVKSFSQGFSDLLLNSTTHQQFIRALTPEDLDLMLYGKDRNICLEDWKAHT
EYHDYSATDDYIIWFWQIVEKMAPDQRRRLLFFSTSVVHLPAEGFAGLSSKFHIHRAHTDISWLPTAHTCFYQLVLPAYP
TYEIMCARLLAITERHVAEGFGFA                                                        
>Php_XP_001771532                                                               
PPKVKAFISTVVNTPLENIDVPLRRFSWDYEKGEFHHWVDLFNHFELFFEQHVKSRKDLQLEGDFLDGDGPFPKEAVLQV
LRVTRIILENCVNKYLYNSNEHVSLLFASTDPDIVIAALQTLAASVKKPVQSNRTLRWQGDATLNACLFSLSQGWGGKEE
GLGLLACAMDNGCDANACKLGSTVHFEFYAESDSSSSHGETNAPGLKVIHIVDLHLRPEGDLQLLKLLVDQYQVPSHLRF
SLLTRIRFARAFANIESRRQHIRIRLLAFTVLLQSNPDHEDLTAFFINEPEFVDELVTVLRYEDTVPEDIRLLAILALAA
QSQDRPRQTNVLSVISAGGHRGILPSLMQKAIGSITEGSSGCSVAFVEALLFLVTVLVSSSSGCAALREAGLIPTLLPLL
KDMDPQHTHLVSAAVHILEAFMDYSNPAGTLFRDLGGLGDTVARLKVEVSRVEEGVRFEREELKAGSKGKTAMSYTPLYQ
LGYEDTLIPYHQRLLLKALLRAIALGTYAPGNSARLPISEESALPYCLQTIFRHAKEFGGGVFSLAASVMSDLIHKDPTC
FATLDAAGLPAAFLDAITSGVLPSSEAVGCIPNSLDALCLNNSGLQAVKDRNALGCFVKIFTSKVYLRALANDTPGSLAS
GLDELLRHAPSLRVPGIDMCIEILKTIAAIGGAPSEPAVLVNASDSGNVDAPVPMDTDVEERPSTTADHLSRPSVSPLQL
QDSGADINLETFLPECINNAVRLLETILQNADTSRVFIEKNGIQALLQLYTLPHLPVSFGGSSIAHNMSVTFRAFSPQHS
AALTRAVCDALKDHLQATLDQLKLLSGTKLSDLDSGVRNKVVRSLSAAECYLSLSSVLVRSSNAMMSQLSDGAAEALNNV
GTVHREVLWQLALVDDAKVEPKKESEVGSTDAASVGVGVATRESEEGTEPYPVVRYVNPVQIRNGPSSHWGVEPEFLPVL
HANDGPHRRTRREHAANTEALTQIARLGRLARQADATHVDTESAAGLSETSPAVDAAKRKSPESMNYDMMTRLTAAARGL
YVALGKAMLMPSRRREETVSISGPAKTVAGTLAKLLRENLSFSGHGEGSELESTVSVKCRYLGKVVEDVLAVVFDSRRRT
CNTVLLNNLYGHGTITELLKTFAATSQLLWTLPQSSGGSSMESESAKSKAERPEDKSAANSWLMDTLRSYARLMEHLVTS
SLLLTPSSMAQVLLQPVAGASEPLAKDPEAFVRSLQAQVLEVILPVWNHPHFAQCSATFITLIASIITHVYTGVGDTKIS
RPGGGASAGARLPGPPPDESAISSIVEMGFSRPRAEEALRRVGENSTELAVEWLFSNPEVAAQEDDELARALALSLGSDA
PPKEESGVDNQEKGPVVDHEISEVPPVEDMLLTCMNLLQSSDSVAFPVTDLLVTMCNRNNGQDRPQVVSYLVQQLKSCKV
EGAMTDTCPLSTISHTLALVLSEDSTAREIAAANGVVSIALDILEQFRPVKTSPKDEIPKWLTALLLVLDHMLVCKLKFS
SDQPSGSATTAAGSNSMAVSSGTPAAGVQLAEAFNEQNELNSSPFISVLGKPSGYMTKDELRRAMFVATGFLQMQLPSST
VQAVLQLCARLTKSYPIAAAFFDSGGLTALLNLPRSCLFPGFDTVAAAIIRHLLEDPQTLQQAMESEIKHTLGATLSRHN
GRVSPRMFLTAMAPVVSRDTAIFMQAASVVCQLETVGGRPTIVLAKEKEKEKDKEKEKEREKGQDKVSEKSKGADLDTGT
KAHESGKSGRGHHHKKVVPHSFSLVIEQLLDVILHYPPAIIEQLRNKDEDLSPKDVSSAMDVDYTEVKDKGKGKVEDLAR
SKPEAGSDMSESSAALAKVTFILRLMTDIIFMYSSAVNVVLRRDLESSQGRGPSQGGVDAVGHGGLLYHILHRLLPYPGD
KANDKLNEDEWRDKLSDKAACFVMAVCVRSGEGRRRVVVEVARALTSASPPSSGLDSEVSKPLKSPSRKVRAFVDLVNSV
LSSHSPAGSAQPPVFSQDMAKSMMDAGMVQALTRTLQVIDLDHPDAPKLVNSILKALEVLTRAASMADRIYGSDGAAPKK
SIEESTEQQIVETVHAETETRTGDGVQPQARDETMRDSVPQDTSIPEVGLSLVDSAEIAREEQMEHDDGSDRDPAEEVHV
TFYTEDAAELEGAAAVMHYRMDHGPDDEIVDEEDEDEEDMDGDEGEDDGEEEEEDEDEDDMNVPHLSPPDTDVEDHEDNG
MGDEYEDMVQEEDEDEDDWPEDRVIEVRWRDGLTGLSHVQVLGHTGASNLVDFPGDPFQGMNMDDVFGTFRRPGGSDRRR
TTTYRPFPERAGGERGGAFHHPLLTRPSTTPGGGVSTTITNNSLWPSTSSIVRDAEAMLGGISGGALDVTHFYMYDAPMI
NEHTAEGLFGERGLGGAPPLLDFPMDPVYLMGRRGGRTESRLSSWTDDGQPQAGAQAAAVAQAIEEQFVEQLRQLVPNSG
SATVNQRTTDLDVQMQDERSEPVARDTEANSQDSGGSGATVGESLRSLEVEIGSADGHDEGDRHPGPERLVASELQPSGG
VERVRSSSRRSEQGGDIDEDMEGAGTTGQQQEGGESVDERPSNQSGEQVVAPTAASGEGQNSQRNREGPDASMSSIDPTF
LEALPADLRAEVLSQQNPRAVRPPNPAPLSPPEEIDPEFLAALPPDIQAEVLAQQRAQRAVIAQTIEGQPVDMDSASIIA
TFPAELREEVLLTSSEAVISALPPALIAEAQLLRERAMNQYQARGLFGGATHRITHRRNNLGSGTGAGTATIGRSLGAGA
GLVVGRRPAALSSNSKIKEAEGKPLVDTAALKALLRLLRLAQPLGKGLLQRLLLNLCAHSVTRLTLLQLLLDMLRPEAEG
IFIGGISADGAQSQRLYGCQWNVVYARSQMSDGIPPLVSRRVLEILTYLARNHAPVANLLLYLEPLRQPAAAPAEDSPQK
GKEKGKAKIVEIPADASEKRKVKGESPLILLLKLLNQPLYSRSSAHLEQVMGLLEVVTSNAGAKAELKPKVKANEGRSQP
ASSNEEDVGPSTLGSGHKWNACTILANLPEPELRNLCKLLAQEGLSDTAYTRVAEVLKKLATAAPNHRRLFVAELAVAAR
HLSGPAVEELHRLGDAETVAVSTTSMAGAAILRVLQALSALTTGIGNTSEQDVGGEEKELEDLLLVRDLNGGLEMLWQGL
SVCVGKIEGRLGNSTALGDPSSSASSVPAAVVGASPGSVAPPLPPGTQKLLPFVEAFFVLCEKFKSGASQSGQNEPHSAT
ASEIKEAEASLSTDLILSPPSPREKTMTFIRFADKHRRLLNAFVRQNPGLLEKSLCLLLKTPRLIDFDNKRAYFRSRIRQ
QHEQQHYSPLRICVRRAYVLEDSYNQLRMRTPDELKGRLTVQFQGEEGIDAGGLTREWYQLLSRVTFDKGALLFTTVGNE
STFQPNPNSVYQTEHLSYFKFVGRVVAKALFDGQLLDVYFTRSFYKHILGVKVTYHDIEAIDPDYFKNLKWILENDVSDI
VGLTFSMDADEEKHILYEKTEVTDFELIPGGRDIRVTEENKHEYVDKVAEHRLTTAIRPQINAFMEGFNELVSRDLISIF
NDKELELLISGLPEIDLEDLKANTEYTGYTAASPVIQWFWDVVRSFSKEDMARLLQFITGTSKVPLEGFRALQGISGPQR
FQIHKAYGAPERLPSAHTCFNQLDLPDYATKEQLQDRLLLAIHEASEGFGFG                            
>Php_XP_001769577                                                               
MCQVFGDDPVAPCKRDQVHDVQLGDAEGGAVASSSEASQPSGGASVVSRTGALTSGAESSGTRTGGSRGALSYAAAALAS
AGVNGSRGGGRERKSVGAAAAAAANSPPKLVFCLGGKQLNRMLTIFQAIQRQAVAEEDEEERYGGSEHGGGSGRRLWDEV
YTITYQRADANGEATASAVGKSASASPRGKGCGSAMEGSWQQASLLDSTLQGELPCDLDRSNNSYSILLLLRAFAAGEVD
RVDESPGAGPLVPREDFLSSKLTPKLARQMQDALALCSGGLPSWCGQLTRACPFLFPFETRRQYFHSTAFGLSRALQRLQ
QQQSADGAAASNDRELRVGRLQRQKVRVSRQRILESAAKVMELYSGHKAVLEVEYFGEVGTGLGPTLEFYTLLSHELQKE



KLDMWRSETMMKSEAMAGGDRGSAEGGAISGEYVTAPQGLFPRPWHPDTDPGSNKKYWKVLEHFRLLGRVMAKALQDGRL
LDVPMSTAFYKIILGQARWVQELDLYDIQTLDPELGRTLFEMQGLIRRKQLLETHGGKREEVEALTFRGSRLEDLCLDFT
LPGYPEYELRSNGREVAVDLDNLEEYVSLVVEATVKVGVGPQIEAFRSGFNQVFQLSSLQIFSEDELDYLLCGRRELWAP
ESLPDIMKFDHGYTASSPPIRNVSRWPCPSPEEQRAFLRFVTGAPRLPPGGLAALNPKLTIVRKVLALGSTPPGAAAGMG
TTLADRDLPSVMTCANYLKLPPYSCKEIMRERLLYAIHEGQGSFDLS                                 
>Php_XP_001768486                                                               
LLVESLRPLHQQWHLLQVMNEAALNDSAPMMFIATAQRSLKGVTGKLFSLSDVAKLYSSLLPAFAVLNPFGGALPILNLL
AFTPGLLPQLWDWLQTSPGLAHLLNLNLHGDFNNEQNLETQPIKAEKEAFIPRRRSTGSRWAAALGLRNRSSSTCFAGDN
NVLTGGNNPTEDNFAPRITEMDIVKKGPEGVPENVLPVLLLFCAAYSHLLVVLDDEEFYEHQVEPFTLEQQRVISAMLNT
MVYYGFLSTFKRRNSLLMDVAIKCLRSLYERDCRRSFCPPNLWLAPAVATRPPTAAAARAHEVAVALEKNGGDSSQAPAL
GAILTTIPHVLPFEERVQIFREFVRSDKLLKRMGGEAVGPGPGTTEIAVRRDHIVEDGFSQLNALGPKLKCCINVSFVNE
LGLAEAGLDYGGLFKEFLTDLAKAAFDPGYGLFVQTATEEGLLFPHAAAASLGHGLRMLEFLGRIVGKALYEGILLEYSF
SPLFVSKILGRYSFLDELSSLDAELHRNLVYLKHYEGDARDLALDFTVTEELFGKHSTVELRPGGADIPVTNENKLQYVH
AMADYKLNQQMRPLITAFARGMADLIDPQWLRLFNAKEFNQLLSGGDHDFDVDDLRVHTRYTGGYTESSRTIKMFWEVVR
GLEGEERCALLKFVTSCSRAPLLGFKHLQPAFTIHKVACEASVWAVIGGQDVDRLPSASTCYNTLKLPTYKRASTLREKL
RYAIKSNTGFELS                                                                   
>Php_XP_001764322                                                               
SDDDLRNPLSVHFVGEVGRDDGGVTRDWYSVLAKEIFNPQYALFTHSAVDDYTFQINPNSGVNQDHLDFFRFIGTIVGKA
LYDGCLFDAHFTRLVYKRILEKPVTYHDMASVDVQFYKSLCWLLENKLEGMDLGLTFSVDTDNFGAYEEIELKKGGKELV
VTEQNKREYVDLLASWRLRESVEMQFQALRAGLSRVVDPVLLQHFDEAELEWLIGGLPTIDAADWRKNTVYKAGYSDSPD
CRVIRSFWELVETWDQEMRARLLQFVTGTSKVRLHKVCFKRVTHLTLQGLRGSEGLRMFHIVRVSDFTRLPQAHTCFNEL
ILPDYDSKEELHKNLITAIFETGNQFQLR                                                   
>Php_XP_001754853                                                               
YGTRLNSSFRNETSKTRETIIFQLLVESLRPLHQQWHLLQLMNEAALNDSAPMVFLVAKRLPKGDTDKLFSQSDVARLYS
NLLPAFSVLNPFGGALPILNLLAFTPGILPQLWDWLQTSPGLAHLLNLDYFQGEPSIERCVETQLSKTQKELYNSKKRST
GGRLAAALGWKSRDTEAEVDVPYRMAEMDFSKKGPDGVPEDVLPVLLLFCAAYSHLLLVLDDEEFYEHQEPFTLDQQRVI
STMLNTMVYCGFLSTFKRRNSRLMNVAIKCLRSLYERDCRHSFCPPGFWLGPAKTMRPPTVAAARSYEVALALERSGDSS
QAPALGIILRTIPHVIPFEERVQIFREFVRSDKLLKMGGDAVGSGPGTIEVTVRRDHIVEDGFAQLNGLGSKLKSCVNVS
FVNELGLKEAGLDYGGLFKEFLIDLAKAAFDPGYGLFFQTATEEGYLFPHAAAGSLGHGLRMLEFLGRIVGKALYEGILL
EYSFSPLFISKLLGRYSFLDELSSLDAELHRNLVYLKHYGGDARDLALDFTVTEELFGKHYTVELRPGGADMVVTNENKL
QYVHAMADYKLNRQMRPLVTAFARGMADIVDPQWLGLFNAKEFNQLLSGGDHDFDVDDLRVHTRYTGGYTESSRAVKLFW
EVVRELTEEERCALLKFVTSCSRAPILGFKHLQPAFTIHRVECEASMWAVIGGQDVDRLPSASTCYNTLKLPTYKRAPTL
REKLRYAIKSNTGFELS                                                               
>Crei_XP_001702655                                                              
IRRNRCFKDSVAIFAGKGHAVWRQPLKVTFIGEAGMDSGGVTREWFSTLSSAISRGSPELFYTAGPQRNQLYVTPTSSSP
AHLKKFAFVGLFMAKAILGPITLNLPLCEPFWKLLLGNPLSLVDLQQLDPTEFRSLMSILSMDIDGLIFENFVSTPTNAG
AAVTHAAVRHAAAHVQVTNSTKREYVLLKAHKMLVGAVESQMSALIDAFHSLIPRDLLDKYAFSSMEMQLLVCGEQRIDI
QDLKRHCKYEDGYTGREDIIAWFWDVAESLDDVQRRQLLQFWSGSDGMPAEGFGSMDPAFHMVAVERMYDANDTTARLPA
AHTCFRQLDLPRYVSRDELREKILCAITIGQGYMALS                                           
>Crei_XP_001700779                                                              
RDEFVSAKLSSKLGQQLKDVLAICGGGMPAWCNSLVGPCRFLFPFEIRKRYFYCTAFGLGRALQHMQQLHTAEAGGALAA
AADRDGRELRVGRLQRQKVRVSRKRILESAAKVMELYARSRAVLELEYFNEVGTGLGPTLEFYTLLSHELQRKDLGMWRH
EEQDDTQKQKQDKQRAGSGAYVNAPWGLFPRPLPPASVSGSGGAGAAAAKVVEHFRLLGRTLAKALQDNRLLDLPLSHVF
FAAALGSPLDMWDIARFDPGLGATLARLHAALVAHRAAGGAVSGPLLVDGVPLEDLCITFVLPGQPDYPLRPGGGDMVVS
TAEQLAEYMAAVTDATLGSGVAAQMGAFREGFNEVFSLSTLSIFNEDEIEVLLCGSGERWTLQALSEAIKFDHGYTANSQ
PVKYLLEIMSELDAADQRAFLRFVTGCPRLPPGGLTALQPRLTVVRKHPRWVAAGLGGAGTMCAADADLPSVMTCANYIK
LPPYSSKAVMAARLMYAIREGQGSFDLS                                                    
>Crei_XP_001699826                                                              
MCIVRVRRSHLVEDALEEVGRQTRSDLLKPLRVHFIGEEGIDAGGVKKEFFALLMERLLDPGYGLMAYDPASRTYWFNAS
SLEPASSYFLLGLVLGLAVYNRVLLAFPAPLLLYQRLRGGRELGLRDLEGWQPELAKGLRHILEYDGPEPLADVFGLTFS
VDVERFGAIETVPLKPGGDQLLVTEANRAEYVSLLAAWHMERATAEQYESFAAGFRVLCEGPAMSLFNAQELERLVCGNP
RLDFTALKDAARYDGGYSRGSAAVGWLWDIVLNELGPEQRAFLKFFTGSDRSPLGGLGSLRPVIQRDGPDSHKLPTAHTC
FNTLLLPEYSSRAKLLRLLRLAINNSEGFGLQ                                                
>Crei_XP_001698773                                                              
VKFIGEEGVDEGGVAKEFFQLLVRQLFNPDYGMFTSDPASHLHWFRPAGKLAAEDMELEFELVGILIGLAIYNSHILEFQ
FPPVLYKKLMGATCPELPAAAAAAADGRENSAGARSDLVSAFGISWTVGFGEVEAVELVPGGGELAVTAANRRTYVDLYV
RHLLQDSIAPQFGPFRRGFLRLCSGAALGWFSASELELLVCGSRALRLTELEAATQYEDGYTRDSEPVRWFWEVVHSLPP
AGQKRLLFFVTGSDRVPIKGLAHLNPPFVISRAGAHSDRLPSAHTCFNHLLLPHYNSKEVLRERLELSLQNAEGFGLM  
>Crei_XP_001697505                                                              
MVVGSRGGLRWLGLRAGDELLEAVRAERAARSGAKAKAKSAVVIQRAWRGHVARRQLRAALVSEWATSFGPLVTAPTAQI
AAADVAGKLLPPFLFLLKPPPTPAAGSSAVGGPGKNAGSRVAGGAAAAAAAAAARDVVLLPPAGSSLSNMIRGTLALLLR
TCSAANPQDNYLALAVAAGAPGGTPGGAAVAAVAGAKAAWTDQAWRLLVTCCRLVCAPRQPVGGSSSSSTGGAAPAAATA



GGDPVVDAAALRLAALLTDAAQWKILAAGPGPQRSAAEASAAQLRSRLALQPQPLFAALARLLAAQQAQQQAQQPQAQQP
QAQAPSPHQQGAQQLQQQQLSRLLGLVLAVLQSALDLEQRAAAVTATAATTATAPPPGSSTNNGGGGGGSGSTAALDAEA
AQRCLAAFAQLVLVAPQAVALVPGDMQARLREPRVFAALCRCVRQLLKSRALRGAPEAGWCLTNLLQLLLGPHMRGGVLP
DAATAAVRGGGTDSKAAPGAVWVLTPPPDAVWGPGGEAAMELAETAAALMAHMASNKLVATAELSAAVAGLWPLGQRGLL
LPLLTALEVRLGGVESFTDLCCAAMDLGSRLATAFADSDVRAAGFPSVLNALAFSPALLPRLWKWVYAQLLLVLDDGEFY
DLQQPLELAASRAVGTSLNSLVFHTYLPKPPPDGSRPPPPPAEGDPAYALLVEWAPRLLRALYERDVRRPYCQSLLWLAP
YTEMFGTEDQPPPPPPPRRRPADDDDDDDDDFDPSAPAPGPDPAAARIGPFTAGTVLTSLMYGGTGGEDDDEGARGGGGA
GTSGGSAAGGAAPALQITMIVSLCVQTKAGEGCRPSSMAALMKATPQAVPFSRRVDLLRALLAEDKARGRWDRAPHAGGM
QPIKVTIRRASLIEDAYAGLAQAGSGLKARLQVTFINEAGMTEAGLDFGGLQKELLERVVSAGLDANYGLFTSTPDGLAY
PNPAAERIPGGLALLEFMGLMFGKALYEGILLPVPFAHFFVARLQGRQPLFDDLATLDPELHKNLLMVKRYEGDVTDLCL
SFSAETDYFGTPVHHELLPGRGDEPVTNDSRLLYCHLLADWHLNGKLGPPAAAFARGLFNLIPQASLRLFNPREFNQLLS
GAAADGPGGAGVAALDVADMRRYAKYSGGYRHDSTTVKLFWRVVAELTPAQQAALLRFVTSCSRPPLGGFRYLQPPLTLH
KVDCDAGLFAAIGGRDVDRLPSASTCYNMLKLPNYRRAATLKAKLLYSITSGAGFELS                      
>Crei_XP_001696035                                                              
MAEEGVDQGGVSREFFQLLVAEIFQPQYGLFTYSEETRTFWFNTAMAALEADGEELPVGLVLGLAIYNGVILDVHLPQVV
YKKLLGEGPLGLADLAEAFPALGRSLAAVMAMEPEDVEDTLCRNFEVETEVFGSRRAVPLIPGGQHVPVTGANVGRYVAR
LCEWTLGEAVEAQFRAFATGFHQVRVCGGPALSLFRHEELELLICGLPHLDFGALEANARYEGGYGADHPTVRMFWQVLS
GLDLDQKRRFLAFTTGCDRAPVAGLGALVLTIQRSGPDSERLPSAHTCFNVLMLPDYSTRSKLKTKLLTAIENAQGFGLK
>Crei_XP_001695431                                                              
MGMLEAGLGNRFVPIRRDQLLFDGFDRLNSLGERLRGRVRIMFIDAHGQPEAGVDGGGLFKDFMEELMRAGLSAEYGLFA
SNAAHQLYPNPAAMCVVEDAPRLLAFLGRMLGKAMYENVLLELPLAGFFLKRFRGAHCDLNDLPTLDPELYRNLLRLREH
LLSASATASAAGGGGAVGGDGGADSAAMDLGLTFVVADEVAAALGDPHAEVELKPGGRSIAVTADNVREYIHRVAHYKLN
VAPRPAVSAFLSGFYELIPRTWVSMFSGEELQTLISGADSALDLADLQQHVEYAGGYHPDHPVIHCLWEALASFTPEEQG
KFLKFVTSCSRAPLLGFRYLEPRLCVQMSGGMLDPAATQRLPTASTCMNLLKLPPYRTVAQMREKLLYAVTSGAGFDLS 
>Crei_XP_001694110                                                              
MGCNNSKAVVPAEGAVGASDVQQQQAQHVADGSTKPWKKNQVVPVQDQHGVEREGAGSASHAKRPASSVKAAPPGAAVVA
FVKDDSPAHDQGQPYDVFDELRRLCEQKLTAAPALARLAERLLEITKMHLSVALRSHSKPKDADALRKVVEHCVACLNRV
VQPLLTHITRVLSNRQAGSSWSEATSWDQMEFSDFLGVLEDACTSTYELGVMEMGRPVTALMDILHQLRQHCDSHHISLP
PSASQVSCLDELMGMLGIIYFRKVVLETPDSAAAKLDQYQQLQEQVGWSDSQLATCTGPDARAMLLYLQQVAAGGEKRTN
VTVRRCAAFWDAFEAARHDGLLSASHGPKSHKYFPSFVDEMAGAGAGAASVRKAPVEAGEGHGPRKEFFALAGQDMAGRA
SSAAQGAGDDDKAGDQQQHAAAAGSSAGGHGPGSRPALWVFNRTAGAYWYNTGLSESPELKGAGFQPTLEMLSEFDPDAA
NAVRNVAGLPKDQLAGMLELEGLPGGWSAEQYTAHAVAQVLRDGVAWQAGAVAAGLFAAVDRRLLRAWQLGPQALAGLVS
GVGGGADGSAPEDLSTLFRVALDEELVGPSACLVEMLWQVLAGWPAERRLRFVEFVTGTSRLPLPGSELLKIQAPFVAMG
AAEHKATLGMLPQAHTCDNLLELPNYWESLLQTRGLTELRDETRRILGERLEIAVLNFQGYGLDERSSRDDEDEDEDQDV
GVGRQQSLAPAEPSPEPDLPLTPAALTADSLASLARLSASSSMLHSSHPLTFDQAVPSPHNQTRNRRASHFLGAASAAGL
QSTEERDKQLMAAFDVDDTGRRKGGGPMPPPRAPSSSSSESLDDGLKL                                
>Crei_XP_001692902                                                              
MAELASHASSTGGPPPEFASRALRLVASNNFADPVFLEELVESNLVAALCATLPALKAKAASRTGSTGIQDLTDLEEALR
KLRHELALAEKRLPSGGSGAAYYPSWACVGYVAVLMQQAIVHGAAAAAAVAASGAAAAALALAAGSAGAGTRASQPAYSP
GADDAASTRTVDGSGDGADTPAAAANGGPAPSTAPGTGATTPAPAGPLAAFAASVAVAAAGGNSASGTSTPGGTVSAFKL
ATSSATASPAAAGAVMPALATEAQLVKLLSNKHVLLRAKEVVRAIPAQYAPAVGRVLLGQLSTDLKGVQSSVNYICSILR
GDPAATTPAPTKLPMWFATASLLNTYNQLFKTSPTPLQPPLHAPTVGTGAAGPGSQAEQDERAASNGAASTSAASGAGEA
GSGGAATDAEHAAAAAPTAPAAQTTASGTAGAGPGSAALGAGQDGAAAAPSPQAAPDASADNSGDVEMAEASTPRAGGAG
VFGQAAEEDVRAALCRLMTEVAEGLHDAVVKAHGVGKMALLLRGEVTAKFPNTASYMPAALTVNELVAQLDALGLAGGAL
GRDGLEAVRQPVSALLTSAEVRELLGAGKVYVTTVIAAGALTRDLAIDAAIPQSLRQGYMTAVLTPLETGALLNERRAPQ
VLAYRNSITESSYYQASSGDSTARRHCCCFVPTLPGAAARMCYRPPTASGPTSGLIATPPHFLSSSLLAQVMDADALPFG
VNVRFEDEQEAEGMGVVREWLSQIAADLFSPERGLFVRGAADRRAVHPSAAAALQDDHLGYMRFAGRIVGLALRANVPLG
VVLSTGLFNFLTGRRGTLQDLQQMDPQLHSTCQNIMSMAGAESLDLFWVWHGAVGGQEREVELVPGGAALRVSDANKADY
VAALAHHVVVTMVEEQASAFLSGIQDCAHHLPDDVRLRRAFLAPLLVEDLNRITAGEAVLEPADWAAHTDVAGFEGPEER
ATLDLFWQLVGEYSAEDRQRLLQFWTAMTHLPSGGFKALNQRLQIMKLGGAAAGAGAGAGAGAGAAQPPDTTGAAANAGA
AAAAATPATPVNATGPQSHRIEGDGLEGEDPDQSEGVDEPAGDGAPAPAGAAVAAPPAQQQQAQPQAADAVAAAAVAVAA
AQLPGEPVTPTAHTARAPDAGPAAPPEQMQAPAPEQQQPQPQGQQTEAGAAQAGGDEGVGEGHDGDGGDDAEDGHDGHEE
PHHDDDDHDDHDDHDDHGHDMEDEDVFDEEEEFERQLAMALALSLQDLPAPAAPEPARENAAAGAAGPTGAAGTAGAAGT
AAGAPGGAGEGAGSGAAPGGAGAAAAGAGAPESAGSAETSETMHGEGGTAGQAEQPRAAPEQQPGQPQEQSDPEEPQTRG
DGGAASAARSPRAASEPAAAAEHDSAEAAASEAAPDQGAGAASLPAAEADQPEMSAEPAEPADGAAGAPAPAAGAGAAAT
TPATGRSAPLLPQARTCFLQLNMPAYASIEDMRRAFAIALDNMSFGLH                                
>Crei_XP_001689440                                                              
MHFAERHRRLMNAYLRRAPALLEGSLSPLMSVPRLIDFDNKRSWFRTRVRSPADAAAERPYGSLRLAVRREHVFEDSFYQ
LRGRPAEEMRLKLNVTFQGEEGIDAGGVTREWYQVMAREMFNPNLALFVTVPEGGSTFQPNPNSHVQNDRGISHLDYFRF
VGRVVGKALHDGQLIDAYFTRSFYKHMLGSPLTHVDLEAVDPEYYKALSWMLSNDITDVLDLTFTAETDFFGRKETVELV
PGGKDLRVTEANKLQYVNLVARHRMTTSITAQINAFLEGFWQLVPRQLISIFNDHELELLISGLPDIDVDDLRANTEYSG
YSATSPVIRWFWEAVGEMDKQERAQLVQFVTGTSKVPLEGFKALQGISGPQKFQIHKAYGDGSRLASAHTCFNQLDLPEY



ESKEQLVERLKVAVSEGNVGFGFG                                                        
>Vcar_XP_002958626                                                              
MRGLGRATCKEQTRDELLEAVRAERAARSGVKQRARSAGVIQRFWRGYRARRHLREMLISEWAMSYGPMVAVQEARLSGR
DVADKLLPPLLYLLRPQPAAAAAAAAAAAQRDSRGSTAATANDDAVLLPPQGSPLSNMIRGSLALLLRTCSASDPRDSYL
AIALEGDEARRVAWRDQAWRLLCTCCRLVAAPRGVTTPPQPPQPPQPPSSLSATGSPRVQHPQQQHPQGQSHGGSNAAAA
GGPSAAPCGVGSGVGDPVVDAAAIRVAVLLTDSGTWKCLGQGQGGGGGPAATTGGSSSSAGGGCGGSSGISERVAAAEAA
TAHFRSRLVQQPHSLFAALARLLAARRQAQQQQDGGGSSTAATASPAVAGQQQQQLSRLLGLALAVLRSALVPDLNPPGK
ADPDPSPKKVPPPPPASELNREGSPPGCLAVCWWCGRVICFEKHRDVDVGALQVRFRSSGAFACLCRSVRQQLDERTVGD
ATAAAWCLANLLQLLLGPHMHSVGGTATAAAAGGGGGGRGFVGVLSPPPDSFWGAGGEVASELAATAAALMEHIMARGRL
YGSPELAAAVSGLWPLAQRGLLVPMLAALESRPGGVESYTDMCCAAMELMPRDSLSAAFSEKGIRAADVPGLLNTLAFSP
GLLPRLWRWLCFAVHLPLSCPAGATRCLDVAALAGGVYAQLLLVLDDGEFYELQQPLELSAARAVGTCLNSLVFHTYLPK
LPSDGARAAPGPGPALGPGDPDFALLLEWAPRLLRALYERDVRRPYCQSLLWLAPYREMFGSSDEQPGPPPPPRPNHDVD
DPFAAAAAAAAAAAPDPADARIGPFTAGTVLQALMYSAGAGGAGRDDEDEDGGAASGSGGGGTAPALQPQVCMCMLCSES
VPFPRRVDLLRAVLAEDKRRGSEAGLDFGGLQKELLERVVSAGLDANYGLFTSTPDGLIYPNPAAERLDGGLALLEFMGL
MFGKALYEGILLPVPLAHFFISRLQLLTAVRPPGRQPLFDDLASLDPELHKNLLMVKRYEGDVADLGLTFSADTDYLGCP
AHHELLTGRGDMPVTNESRLLYCHLLADWHLNGKLGAPTAAFTRGLLSLIPQGCTAQYTAAVSQRRSQLGYPSASLRLFN
PREFNQLLSGAAADGPGGGGGAAPLDVADMRRWTRYSGGYSPDSTTVKLFWRVVAELTPNQQSALLRFVTSCSRPPLGGF
RYLQPPLTVHKVECEAGLFAALGGRDVDRLPSASTCYNMLKLPNYRRASTLKAKLLYSITSGAGFELSYGHPMSGRFPRL
RLPSSLPT                                                                        
>Vcar_XP_002958606                                                              
MFDLGGRLLEDGLNPLGNRFVAIRRDRLLFDGFDNLNSLGDRLRGRVRIAYIDAHGAQEAGVDGGGLFKDFMEELMREGL
SAEYGLFAANSSHQLYPNPAAVRVVEDAPRLLAFLGRMLGKAMYENILLELPLAGFFLKKFRGAHCDLNDLPTLDPELYR
SLLKLRDYFASTTSATTTAAAVEGSTAALGDTSQEVELKPGGRNLPVTADNVTEYIHRMAHYNNEGKLRVPPDTGTGLLI
PRSWVSMFSGEELQSLISGVAAQGLDLEDMREHVVYGGGYHEEHPVVILLWEVLDSFTAEEQGRFLKFVTSCSRAPLLGF
KYLEPKLGINMSGNTLDPSAQQRLPTASTCINLLKLPPYRTREAMRDKLLYAINSGAGFDLS                  
>Vcar_XP_002957809                                                              
MSIREAEAADRDKDAERINKMARIGRKHAALFELASQAGSESTGAPPQDWPGKLLRVMSSAGWADPSFLEELSESGLVRA
MYRALPVLKANASNRATASSVQDLADLEESMRKLRHELALAEKRLPSHGILGTGGSAFYTTWASVGYVCTVMLQALVSTA
ACAQSPPATNTRTSPAPMDAATGNNVEPPPAPAAAAEMAPGEAGSATPQAAGPESHSVAESPTPATATVGAAGESPSDTS
TPGGPAAVKPPPGGSGTGRPALVTEGTLLKLLGNKHVVAHARDVMRVVPDPCKAALARILLTQICTEMRAWLATGALLTA
YSEALRPSLCPAAVGGAAATAAPTKKVNPAALVAPAAATASPGEDSPDMNLVNGGTRKSTEASVGDSAPSNAVPAGAAPA
TTSAGAIGDVEMMDAGAAATAEDGVDDIATAAAGSRSGGSDADSAAAASALETPPARRNGASCNTAGGTADGATEEAAAG
SPSAAANGNDPAATADDDPRVFLVRLLQAVAAALCEAVTRAHCVARMAVLLRGEAVGKFSNAVAYMPTALLINELMAHLD
GLACVATALGCADSIRPSITTLLTSQAIKELLGAGKVYVTTVIAAGALTRDLAIDAVIPQSLRQGYMAAVLTPLETGALL
NERRAPQVLAYRSSITESSYYQVMDAEALPYGVNVRFEDEQEAEGMGVVREWLSQIAADIFSPERGLFVRGAADRRVVHP
SPHSRMQEDHLGYMRFAGRIVGLALRANVPLGVVLSTGLFNYLTGRRATLQDLQQIDPQVFTTCQNILSSPGAAALELFH
VWHVSTGDESGGDSQEQELVPGGAGLLVTDANKSEYVQLLAHHLVVNQVEEQDTAHHLPDDARLRRAFLSPLLLEDLNRI
TAGESTLDPEDWAQHTDEAGFEGPEEQKSLDMFWKLVSEYGPEDRQRLLQFWTAMTHLPSGGFKALNQRLQIMKLGPSGA
RQAAGEPGGGADRPPAAAPAGISADVAQTTNWRGPSTDGEGPHSHRLDGDSLEVEEQEHSDGMEEGGEDAEPRGVQHRQR
QEGTTGLAVRAAAPPVGSLGVLSPVAGDAVPAAEANQSDAEGAMGTAAAAAQAVAVAGGAGSTHAPSASEPEHGDDDGGE
AGEEPDISFGEEGDDLGGVEDAMDYGEEDDDDDEEFQRQLEMALALSLQDMSAAPAPESGSDGGSGGGNTGEGSPGGERE
GTGEPSSGGAGASEAAAGVVSQDGLAQTGGEAGNHAEAAAAAREADNDVAGGGSRIKSAAEPGLNGVGAPEEAGADAWMS
HGGGSDGGNSAPSSGSGSGSPAGIGSEGGVGMQAATGCTAAAEGGLGEGSNWSLESSPSPATAGATAAAYAEAVNEPGGP
GLAHESGRVDEGAFAAASSDATAAGPAAAAAAAPGPPDGALPQRESMPMDTDGAVGLAASTSTQDAAAAAAVVAAAANGT
SVEHGAATAAAAAGDPAGSGGDADLGPGLDFSVGPGGQQDLPHNQVHAAYQQEQREQEQREAHAPGGGQELQHELGGSAA
PQPWAAEEGQGQVGTAGAEDQGVDAGIGNVAAALPPTSNVAEADGSGDGTTGGGGGGQEVAAAAGDDAPAPSASVALPLL
PQARTCFLQLNLPVYASLEDMRRALAIALDNMSFGLH                                           
>Vcar_XP_002956407                                                              
MGCNTSKSVDSLTVPGGGVPYGWQRSDDSSKPWKKNQVVPAQQQIASGEGAASRQQRQQGKAAFVNVGKDTELPLDQGPT
DVLDELKGLCSERVGGDKLASLAERLFEVLKQQLPGALRGLTSPKDLTGVIDVVKRIVQCCNSILQPVLVHINRVLSNRQ
SSTSWSELTSWEQVEFPDFLGVLEDACNAVYDLGVMEVGRPVVALIELIHELRRHYDAHKAPLEDSTCRVPALDELMGML
GIIFFRKVVLETPDSAQSKLDQYQQLREQIGWSDVQLATCTGPEARAMLLYLNQVSSSGEKRTNVTVRRSAAFWDAFEAF
RGAGLPAEPMCYKYFPAFVDVYSQDGSGRGGSGRKPAVEAGEGHGPRKEFFSLAGQDMAGQAHQQQQQRSQLQQQLPDCP
PGPVGADSNVPRRPALWVFNRTAGAYWYNTTLTESEELRDAYNFAGWLLGQSLLNRAPLGLPLPAVLFRAVLEGHGTDCG
SGGGGFLPSLDMLSEFDPDAAAGVRNVASLPADQLRSMLELEGLPLDWSAELYTQHAVRRILRDDVAWQSEALASGFFAA
VDRKLLRAWQLRPAALAVLVAGGTAAGGGAGGEPPADLSSLFRLALDDELSGNSAVLVDLLWAVLAEWSPERRLRFVEFV
TGTSRLPLPGSELLKIQAPFVAMGAAEHKATLGMLPQAHTCDNLLELPNYWESLLAVRGVRGGPAAVARGTSQLTEGQVE
ELRGEVRRILENRLEMAVLNFQGYGLDERSGGRDDDDDNGAGNGDELGGKGLRGPEPSSEPDIPQLRPVALTADSLASLA
RFSAASSSVLHSSHPLAFSAAAASAPAPTGLRGSGGIGARASGTNVSKPGARGSGAASGLGLGTGVAGAGGCPTPPPWGK
ISMEFKTEEEERQASILARFDVDTVPGIRSGERALSGPPARPPLRQQSSTEESQDAFK                      
>Vcar_XP_002954599                                                              
MRRKVFLQEVAKLAADGPVHKLEIRRNRCFKDSVAIFAGKGHAVWRQPLKVTFIGEAGMDSGGVTREWFSTLSSAISRGS



PELFYTAGPQRNQLYVTPTSSSPAHLKKFAFVGLFMAKAILESAARGKELGPITLNLPLCEPFWKLLLGNPLSLVDLQQL
DPTEFRSLMSILSMDIDGLIFENFVWSFQHPNAAAGGANQVATALAGAGAGMLSQAPSTVPDAEASTPTNSNTLAASTAG
AAASPFACCDNDDVSANAIPLKPGGKHIKVTNSTKREYVLLKAHKMLVGAVEAQMSALIDAFHSLIPRDLLDKYAFSSLE
MQLLVCGEQRIDIQDLKRHCKYEDGYTGKEDIISWFWEVAESFDDVQRRQLLQFWSGSDGMPAEGFGSMDPAFHMVAVER
MYDPNDTTARLPAAHTCFRQLDLPRYVSREELREKIFCAITIGQGYMALS                              
>Vcar_XP_002954201                                                              
MPGWCAALAGPCRFLFPFEIRKRYFYCTAFGLGRALQHMQQLHTAEAGGAPGAGHAVSGTRVQVRVSRKRILESAAKVME
LYARSRAVLELEYFGEVGTGLGPTLEFYTLLCHELQRKDLAMLGEGEDAEAKGLRASASASASPDTMEVDGGCEYVNAPW
GLFPRPLPPAARSSPAGLKAVERFRLLGRTLAKALQDNRLLDLPLSHVFYAAALGSPLDMWDIARIDPGLGATLAKLHSA
LVAYRAAGGSGTLLVDGVSVEDLCITFVLPGTPDYPLRPGGEELVVGSAEQLGEYIEAVVDATLGSGVAAQMAAFREGFN
EVFSLSTLSLFHEDEIEVLLCGSGERWTMQVLAEAIKFDHGYTANSQPVRFLLEILSGLDASEQRAFLRFVTGCPRLPPG
GLTALQPRLTVVRKHPSGGEGPSNNPTPVGSFQEAGLSLGAATAVCAADADLPSVMTCANYIKLPPYSSKAVMSARLMYA
IREGQGSFDLS                                                                     
>Vcar_XP_002952129                                                              
MLVPRLIDFDNKRAWFRSKVRATPDNERPYGSLRLAVRREHVFEDSFYQLRGRPAEEMKLKLNVTFQGEEGIDAGGVTRE
WYQVMAREMFNPNLALFVAVPDGGSTFQPNPNSHVQNDRGISHLDYFRFVGRVVGKALYDGQLIDAYFTRSFYKHLLGSP
LTHVDLEAVDPEYYKALAWMLSNDITDVLDLTFTAETDFFGRKETVELVPGGKDIRVTESNKREYVNLVARHRMTTSITA
QINAFLEGFWQLVPRHLIAIFNDHELELLISGLPDIDVDDLRASTEYSGYSATSPVVRWFWEAVGEMDKQERAQLVQFVT
GTSKVPLEGFKALQGISGPQKFQIHKAYGDGSRLPSAHTCFNQLDLPEYESKEQLVERLKVAVHEGNVGFGFG       
>Vcar_XP_002952047                                                              
MDIGSQHPDAPVLRPEVYSGEPDPELLGLMLSRLQGRPMDFMACARDTPPGKDGTCTLYLCRCAVVELPYLQPALYPAAA
NQTSPSASMRSPAASSEPQQAQQEHQQHQLLQAAATPAAMAEQQNPEPRGGLGAAAAATAAAATSSSIRDPVRAVCIELV
GNRFLRRMVRVLGGCFKGECLEVTCHFDHVHTLADVQAALYRVAMCGCVNCNTELKWRGVAWPELPVRGLIQRFLSNCGL
DMDPDAVELHLDRYLLPPTSRFGAVVTRWHRPVGAHDVVRLKALVHRHAPGKARAKLDARGPPRHTVRQVAGRAVAAMAT
SAGPTRLQSIVSAAAEMSLLPYTFTNWTEAWDHSLMKVAVLLFRTLLPDRPSAASSLMQACSDLLDLPSDFAPCGSLYRG
LCTLQLHVNLLQAANELKAAGLGATGVPAPTATREARQLESALEAMKQLLDKAAVHVGMVLEQLSYFGSELSSILDSYLP
PPVPVEPLLLPGAPGASGGGVSGGGGGGGGGAAAARVSGGPCGAAAAPCGGGRDLRLQVAELLEPYAAMQLLEAFGRMAV
AGYPTGAPPPLLPTGTLPAGWDCHRSLFHAVLDLAAQAGVRIGPPEWAAAGSSSSGGGGGGAEEGLLPSHGWPGTPGGGG
GGGPTPTLELPLVASMLDALLQLHVQAHSQCGGGGGGGGGGGNRSGGDWLQDVTSVLAAVCDVYALAGGGMDIDAEAEAD
LSPVAAAAAPASAAADGGGGLAAAAAAAAALPISAMASATVAAAVGASAIAAVATVESTRLGGVAGPSAAAAAGGGSSLT
WVDSDAAATSPLTSSPGPSAPRTPQPGGSGGAGCSTPVEQFLDLGNCGSGDVAGRVLSQADGDVPSEQLLPKAAATADGP
PEEDEEDDDRAFTPAATPQLAAPPAVAVAAAGSGLKAGAAIATPAAAYYKQALDELLKPLSYVYDEDDFDAPVVYVDRAD
MLGSSFAGLMDVEEWLDHEGICVKFEDEEAYGDGVLREWLTEIASSVFDPNAGLFRLCEGDVRALHLSAAGSQQDDQLEL
LRFAGRIIALCLTFVASCGQLGSAHEVSLLPGGAGEDVAVTAANRRDYLQRLVRFYCTWGCSSRHGKVMAATEEEEQAQE
QEDKTRGEAEAEAEGGPDAEAEAEAGGGGRKGAGDGGGGGGSGAEDWQEYELDAVTALAQGLAESLFRMPDEEEDDRVQQ
LAARLRGISAAAFNSRLGGEVGGIDVEAWRNHSSAPAFKSDREQAVLKVFWEVVSELSAEEQRRLLQFWTGLSHLPAGGF
KHLSQHLQLLRVPLLPDRAAMRQAVVESLANLGAFWDE                                          
>Vcar_XP_002950591                                                              
MEQVRLPRPSECAMPGVHSDMCIVRVRRTHLVEDALEELGRQVKSDLLKPLRVHFIGEEGIDAGGVKKEFFALLMERLLR
PDYGMMLYDETSRTYWFNPASLEPPDSYFLLGLVLGLAVYNRVLLAFPAPLLLYQKLRGAREPGLRDLETWQPELARGLK
QLLEYNGPEPVSEVFGLTFSVDVDRFGHKETVPLKPGGEVIAVTETNRAEYVALLASWYLGGAVASQFEAFAAGFRTVCA
GPTLVLFNAQELERLVCGSPRLDFAALRDSARYEGGYGRDSRVVGWLWEVVLQELSEERAFLKFFTGSDRSPQGGLGSLR
PVIQRDGPDSHKLPTAHTCFNTLLLPEYGSPTKLAALLRLAINNSEGFGLQ                             
>Vcar_XP_002948813                                                              
MYVCSSVRNSHFPPSATPSPYTPPNPFNAPQGLHPASAVFLDIAVRRTSLLADAAQQLSCRPAHHLKRPLRVSFVSLGVA
EEGVDQGGVSREFFQLLVAEIFQPQYGMFTYNEESRTFWFNAAACLEDGAAGEFRLVGAVLGLAIYNGIILDVHVPQAVY
KKLLGEAVGLSDLEEAFPTLGRSLRAVLSMDPDQVEDVLCRNFEVQYDFFGEQRTVPLIPGGSSIPVTGANRVQYVQRLV
EWTLNESVDTQFRAFAYGFHQVCGGPALSLFRHEELELLICGLPHLDFGALEANARYEGGYHRQHPAIVMFWQIISDFDL
DQKRRFLFFTTGCDRAPVAGLGALVLVIQRAGADTERLPTAHTCFNALLLPEYCSKSKMKAKLLTAIENAQGFGLK    
>Vcar_XP_002947725                                                              
VLPDLCPFLVLRVRRGPYLVQDTLIQIHRAKETDSLKKPLKVVKFIGEEGVDEGGVAKEFFQLLVRQLFNPDYGMFTADP
TSHLHWFRPSRLEMELEFELVGILIGLAIYNSHILEFQFPSVLYKKLMGATVADLRELAPEVASSLAKLLQMPPDLVDSL
GLVFQVDMEVGFGEVEPVDLVPGGGEMAVSAANRRLYVDLYVRHLLQDSIAPQFNPFQRGFLRLCSGAALGWFSPSELEL
LVCGSRQLRLEELEGATQYDDGYTKDSEPVRWFWEVVHALPPASQKQLLFFVTGSDRVPIKGLAHLNPPFVISRAGAHSD
RLPSAHTCFNHLLLPHYISKEVLKVRSAELR                                                 
>Cvar_EFN57786                                                                  
MAGVLLDILRQASEDGGGIIPYTEFHNAQLSEHANLQAEYVAWRQNTSTTALCSICQMPYLLTPEAKSFIMHGEAAMQQQ
QHLSAAAMQAFFSGGSAAVAAFLQIRVRRSHVVEDALNQLAHLEAQDLKKPLRVTFITGGVPEPAQDEGGVTKEFFQLLT
RDLFRPEYAMFTYNELTRTHWFSPASLEAEDEYALVGAVLGLAIYNAVILDVHFPLAVYKKLLGIRPTFADLKAAFPDLG
RGLQQLLDFEGDVEAVFCRSFTAQYEFYGEMREEELKPGGASIPVTAANRREYVDLYTAWLLEGSVGRQFGAFRAGFLRV
CGGPALTLFTPAELELLVCGLPHLDFEALQAVAKYEGGYSAEHQEVRWFWEVLHSLSLEQKRAFLMFTTGSDRAPVGGLG
KLPLLIQRAGPDSDNLPTSHTCFNSLLLPEYASKDRLRAKLLTAVENAQGFGLQ                          



>Cvar_EFN56484                                                                  
MSQLQLVSDGGLLRALVRAILPVASAADSITQQGQLHQRARDVQKLCGLLQQLMALPGQRQRVLVMLAFSAELIQRLWFS
YLRPAQMAPGEGWVPSADAACDPGWMLPLNLFSLAYSTFIITAGDDELYQAQRPLPLAELHDGRGGGVLALLKMALWHAL
WVEVAPSSGGWLPEAAALRLQLKQGAGKLMGQLHSRNCRHAFAPPEAFQIDALPADRFQSEIQAGTAAGRHLSEAGSGRA
WGLLAFAPFLVPFRERAKLFQAVVAQERARYREMEVMHSLAHEFGAANHFYPINRTQVLQDAFEKLSNVGEALHGRIRIQ
FIDAHGLEEAGVDGGGIFKEFIETVVQEGFDPNVGLFKATTDNRLYPNPHAQLVVENGLRLIEFLGAMLGKAMYEGILVE
LPLSPFFLKRFGGAYCDINDLPTLDPELHRNLVFLKRYEGDVAGLHLTFTITDDVLGTAREVDLAPNGRDVAVTADNRLA
YIHRVADYRLNQQIREPAAAFLRGLHKLIKPEWVRMFSEEELQMLISGGQQGLDIEDMQANVQYSGGYHEEHPVIREFWR
ALATFTPQEQANFLRFVTSCPRPPLLGFRYLEPPLAIQLAGSMMDEQAVNRLPTAATCMNLLKLPPYRTAQQIHDKLLYA
IESGTGFELS                                                                      
>Cvar_EFN55600                                                                  
MERRQRPGSAGGPPAQQQAGGRAEGADEQGTLQGLLRRLGAGYEDIYPGAAMGGSARVRAIVVQLKDEDEVGQLAGLTEL
CEFLSISTEDTLAAFPTEQVVPLLALEKLSHEHPARLLEAGALVAVLSYVDFFQTGVQRVAVATAANMCRGLSGAHAEAA
TAAAPILINLLQYQDAKIVDSACLALTRIAQAFSRSPRHLEALCALGLVGSIVQMVGVSESGGMTSQLQVPTFYGLLKIL
ATMAAGSHVVAEALMEAGVSSTLRNLLATSSLLSTTAVSPANVLRSTDQLGDLVALAAALLPPIPEPAAAMARQDAPPST
SAAAAGAKQAGGEESEEVCQRTRFVHDHPALLQKFSADLLPLMIQVYSSSVTPQVKRQCLTTIAKMLHFNTAHTLAALLE
ELPAAALVAALLGARDSTVAAYGMQMAEILIEKLPDVYHQYFLKEGVVHAIDQLAATPPAAAAAAADAAAAGGAAQESSG
GAAGLAARVGRRLSGGGRPASRAADKDAGEAAAAPRAAAGDALRAAVGARARRFHARYFTDGKGHALSPAAAAAEAAEAA
LEALAAAEREAMEEEEMLVGGGSEAHDSEEDYDEEMEGGGYVEGEDEEYDEEGLGPTLEFYTLLSHELQRKSLGIWRHDD
AAAAAAAAPPPQPPAALAEGAKPAADAALSGPGPLEGELDAEGGQLSEGVRAGELVAAPHGLFPAPLPPGRRGDDGKPAA
YFRLLGRAVAKALQDCRLLDLPLSPLLYRLALQRRVDLYDVAALDPAL                                
>Cvar_EFN52504                                                                  
EVDVAAWQEHTRYEHCTARTPQLGWLWAAVAGWGAERRRQLLAFVTSSSALPAGGFAALRGFNGALHPFTVSLVAVEGDE
RLPRASTCFNTLFLPAYSSPAVLEARLVQAIGGQQAFDE                                         
>Cvar_EFN58041                                                                  
MMGRQINGTSEASPSLWKQGSLNLPTPDDSGFPATHPDMCILRIRRNHLLEDALDEIARQKPKDLFKPLRVHFIGEDGID
AGGVKKEFFQLLVTELLCPDYGMLIYQPESRTYWFNPTTLEADAEFLLLGLVLGLAIYNGVLLDFPLPLALYRKILGQEV
KLRDLEDMQPTLGKSLRQLLQYEGPGSVEDVFCQSLVVEVPGFGDTRVMPLREGGADIPVTEENRREFVELYVSFWLNRS
IHSQFESFAKGFLMLCGGPALQLFSATELERLVCGNPFLDFESLQKSARYEGGYSPEHRVVQWLWQVVGELTREERKLFL
KFFTGSDRAPIGGLGNLRCLIQRDGPDSNRLPTSHTCFNSLLLPSYRSKEKLADRLRLAILNSEGFGLE           
>Cvar_EFN56207                                                                  
MTASDEEDEEEEELPTLLISRAELVESSYSELLPVPSKHLTRQASGAGAWELLGGCELFQPDLGLFIRCGSNPLALLPNP
AASVQPNHLQYLRVAGRVMGMALLHGVPLGFHLGKAFYAGLAGSLHNLSELNFLLQCQQELHSTLRGILDAPADSVSSMC
LTFRITCDRLGEAVEVALGGKPDKAVTAANRGQYVRLALLYLLSQRTAQEVAAFRTGLEDVLQLSPTRMFSCAALNAYIA
GAADTGSAEEWRQHTRCVGWPGWRGAGAVGQDSMAVDGGGEEPQALKWFWVLLAHISEAQRLALLRFWTSLPSLPLGGFS
ALPRRLAIVRADHATQRFPQAHTCFYQLVLPEYPDILSMAACPAASMDRSGPARGNRFRRGLWHGVSAQEEEQQAW    
>Cvar_EFN55183                                                                  
MKEFLESVVAAGFDPNRGLFTATPDGYAYPNPLAERLDGGLSALETLGLVLGRALYEGVLLDCPLAPFFVSRLQVRGRWP
LFEELQGLDPEVYRSLLQLKRYEGQVADLCLDFAVESDFLGSTISEELVPGGSHLAVTNENVLQYVFLVADWHLNKRLGS
AAAAFSRGLSRVIPASWLRLFSPREVNQLLGGGEAAGLNVNDMQAHTQYSNGYSAESTTIKHFWQVVRGMSQEEQRSLLK
FVTSCSRAPLGGFQHLNPPLTIHKDVDRLPTASTCSNTLKLPNFRRTATLREKLLYSIQAGAGFELS             
>Cvar_EFN53691                                                                  
MRVVPAWAPTQQGPRGQPSPTTLPPPLQPPLHLPCSPDPVPHPPPSTCAPPSTLCPTPAPRSVVFTGEEGVDAGGVTREW
YQVMSREMFNPQFSLFQPVPEGGTTFQPNPNSIIQNDEARGTNHLDFFKFVGRVVAKALYDGQLVDAHFTRSFYKHVLGQ
ALTYEDIEAVDPDFYRTLRWMLENDITDVLDLTFAEETDYFGRKSVVELRAGGKDIKVTNDNKREYVNLVARHRMTTAIR
PQIDAFLSGFWEMVPRKLISIFNDHELELLISGLPEIDVDDLRGNTEYSGFTAASPVVQWFWELVREMDKQDLALLVQFV
TGTSKVPLDGFKALQGVHGPQKFQIHKAYGPTERLPSAHTCFNQLDLIEYESKGQLRERLLTAIHEGSEGFGF       
>Otau_XP_003083322                                                              
MRETLDASATSGTVTTDAIQALVRAKVSGCGLERAFKVIALALRDKETIARMCDLATRRALCVEALATCSNAEARERVPA
LVACGARLASGLCERDERLASSLGNRACEALAAALGDERFGGEHRMDVARQLASLALMPLDSDPRSNRSHIRTLIRVPRL
RKNLPGEAVRKFDEPRTMRLMLEACSDGFNRDADVAIENVMEALCDGDASGKGENVRLFATENDENAFLALRALTGLSAS
ARTQMPDWFDKLAKAPGWRTITVSALVETWFLTALISDKDGKRVSSPEKAAAATSLYAELSRASAEGVYAPCAFSSGYLH
SLWRYLARKLSLSSEVMSSDHSAWVAKTFERDGVLDLALDEQERFAFFCSAYTYRLIVLRDKQFFDEQKPFSLSEQRAIA
VSVNTLCVRSHLSPKSHEITIEMRRTLSAASKLLHALTTRDARRSFAPQGMWLAPNTIKLQPTVAASTFQSYIENRSNFT
QITGLLDDCPHAIAFDDRVHIFRELIKADRNKAGFRPQAGGVDAEHRDSFVRPVAQMTLRRETVLEDSLSTILSLGSKSR
GRILVKFVNAAGQEEAGIDAGGLFKELLSLVTERGLDPNRGLFTTNSYGQVYVSPRAGDTHEGLLLLEMIGIMIGKGIYE
GILQDINMAPFFAAHILGTPRTIDDIPSLDEELAHSLVQILEYSGDVADLCLDFTCSEEVYGQLVTRELVQGGREIDVTS
ANKLLYIHLLADYHLNRRIATPMNAFIRGLRTIINPRWIGLFNAKELSLLLSGGESAIDVDDWERHTRYSGGYSARSTAV
RNFWRIVRTFSPDLRQDVLKFVTSSPRPPLQGFKHLNPPFVIHKVPCEASVFAMFGGADVGRLPSASTCFNMLKLPNYRR
RSTLEKCLEYAARSRAGFELS                                                           
>Otau_XP_003082779                                                              
MSPSDLGTVEKLIDVASEATQTANDGTSTADISILVILLRMLVYEVKFWRSTFDQKAVETWCSCLDVYLTKHAAVKRSLG



ESTVFSEVLPKFPHLAADLVTYLSTPYLTSNAYEKIYSVLEKISRACPESVTVAILERIHVDAGKCADDVVANGAAVVAN
AEPHDSCISLEESEKMAQARSTVKEQVPLLLRLTECFVQVLRFHSRTEDGADNPLDTRIRDELVRYHHQLRPFWAMLNTH
AVLTRNRPIDFTRTSHAATLTEGITAYLTLGTNLFPFLEGEITKNRRESGSFVLPTPSILRAPSPALGRHGARSSSLQRS
SSHALEALSNAGGANAQTAVILSDLWVFVEAHKELLNGLLKANPQLLSGSMRILLHNPRLLDFSVKRAEVRSRIKKLRER
SVNRPENRQLHIRRDRILEDSFRQLSNRSVDEIRGKLSIVFVGEEGLDGGGLIKEWFSILAREVFNPNIALFELSHDKGC
YQPNPNSVVHPEYLSYFRFVGRLVGKALVDDILLNAYFTRPIYKHLLGQALTYEDMEGVDPDYYKSLKWMLENSIDGVME
YTFSETTSYFGETQVYDLVENGRHITVTDENKFEYVNLVTAYRMTNAVKDQLAAFVKGFEEVVPRETISLFNAAELELMI
SGTPDIDVEDLYANTEYTGFNVGSRQIRWFWDIVREMSKEDLARLLMFCTGTSKVPLEGFSALQGMQGPQKFQIHRQHAD
DSKLPSAHTCFNQLDLHEYSSKEILRERLLYAIVEGCEGFGFI                                     
>Otau_XP_003082744                                                              
MYTMISDDEEFYRLGKPLNLEATKTFIAMLRDALWQLLWIERGPDGTPLDAITFSDECIDAETWYECSAALALLHDRNGR
HQFVNPLVFQVSETHVDIPALLQEARDPKSRASTLLSGAPCLVSFEVRVHKFMDERRRSRQIVGAGYAGISVRRGHLLED
GVNALSSKLTETLSGIIRVQFINEQGLEEAGVDGGGLFKDFLNDLIAEAFNPKFGLFIETPERTLYPNPASEMHAGERHL
QYFFFLGAILGKACYEGILLDVPLAGFLLAALKGRRVEFNDLVTLDPELYRNLVSLKRYPGNVEDLCLYFTAMDRSGMEE
TEIELIPNGSNVLVTNANAPRYLNCMSIFLLRAQMYRQLASMKAGFEIMMRKRWLNMFTPAELRLLISGNRTGSMDIADM
AAHCEYSGGYDASHPTIRVLWNVMRELTPDEQREVLKFITACSNTPLLGFHTSSRS                        
>Otau_XP_003082258                                                              
MDEFQDAIDRDDPEAGLRALLRRLGNAAAAAGGGGMFRPGSSGKLKEILHGLRQMHDPSAQMAALSELNELLVISGEELM
MSMSLDAFVPTLVELMQMEYMPDIMLLAARALTTMADVMPPSRGAIVHHGALPQFCQRLLTIEYIDLAEQSLQALEKLSQ
EYGAECARQGALTACLSYLDFFSIGMQRVSLQTAANICRQLPSSALDGASDTAPILTNLLSHDDPRLVDCACVCLTNLAA
KMAKDSDERIVALCQGDLVTNVMNLISPRAGRSVSPATHHLLIKLLNICARHNPEVSLELLRKDLPETLCVALSGCKVLT
MANSGASPASSGLASPIVTSEQLLEVATLADALLPIVTRSPSMKSKSKFSNNVPLLTKQEPELMVKYANHLTSVLMQAVD
SSVPQTVKMKCLSALTKWTQLSSEESFKMILETTSFAAFCAAQLSSKDAQRIVGCLDLIEFGMMKKNVDLAKLLRKEGAV
HALKKLSEEFNALPSTVASTSSVKRPSDATKTPADQVPALGGGSHGIAVRAAAMMTDGPEYREALSRADKLYTKKFVLSG
HPVDAEDPSVERLRRASASLRMNGDVKAAAEFLESVSDASTFEILESDAITVLKEFLLPKEWRDSHALTQRYATLIKATS
HTKNSSVFSSLVRRLSDALASAEDLSIAVTSIQPVQARRGRDNSADDANLAGLVRPFKVRFKRESNGAQGLADYSNNIVL
VEPFATLSAIEDFLYPRVNKPAVAPRRSSRLSPPAGVQHDDEDDDEEDEDEHMSDDDDDEVFGDDGEGDGRDLDLTNEDI
SPEDALDEYEDDHVGRSDSFAARAAAANDTRKLVFSVNGVVLNSSTTVLQAVAAIARYEGIPMSEQNWEKANTIMYRAVK
PSDVDPSPLQLGGVQDVPKDELDKITEAVAELGNRDVRAALGSFVPALSDAVKDAVANEKSSAQFNDLLSILFVLHEIGV
SASQILLLDGRDEQVTAARSVSLPKESFVHGKLTGKLTRQLQDTITLCSSTTPTWCTALASTCPWLFPFELRLKMFKCVS
FSLSRMLHHLHGDGSDAGAVTTDGGREIRIGRLQRQKVRVNRNQIFESARKVFDIPNTLKMVLEVEFFEEVGTGTGPTLE
FFTLLSKQFKRRKLQLWRDSGIANEEDLVVAPHGLFPAPMAAPRMSGKTHASRIKNFKLLGQAIGKVLQDGRMLDLPLAP
AFYRALLGRCLGLQDLIEIDPGLGNTLRRLDAAANEIENMKRQGLPESTWKQVTVDGANIEDLCLTFVVPGSSVDLIKGG
SDIVVNEVNLREYVDAVVEACVGSGVASYFESIQAGLEEVCPVARLRMFDEAELDTLICGQGEAWTPELLTDCITFDHGY
NAQSPPIKNFCDILSSFTPEQQRAFMRFVTGAPRLPPGGLAALQPRLTVVCKQPAPAVGSSSDSGNLSAGTPLADGDLPS
AMTCASYLKLPPYSCKEVMAERLRYAMCEGQGSFDLS                                           
>Otau_XP_003079267                                                              
MMSDRRVVGDGSRAKGGGRPLRGVVEGAARRSHARGRDDAASRDGVRATRAVDAEVSRTRTFVEMSIAELAPGAREAVLS
RLFAEYSGSPANSPSPGRVLDAIAPVSDESDRAGKTWDWRTDASEWELKSLTTALGLPSVGSRLELVAAVQKQLNDLAEP
AEQLSVSLNKLARIMNNNERTPALRLGSGDDIRLARAKVLTLMELARAQAQRVLDVDPFKAMQSRELGPCVLDLAYLYMD
FVHAAFDTMMPLLRAEAVGALEAGTHMTQQLNRCMFLIFKVIGTSTNEGNLYDPRRAGRFLIELGKLRRAWRMNCGFIQS
LNDNFEEIVKGLDNSMDGDDSDGNTGAIDPDHIIQLTPLALTELHESYHGPPTHTLSTSRDDTNSGSPASWSAVWQAVSG
ASSPARHIVRDASTGDVDQVVHIRDTDMREVRMSGSDAPRGSDGDEGTFDDAVPLNNALEAFDQERRRDNVNASSSLANF
ALRARRFEMLPFRRMMNASHDAPGTFVPSASATEISLSQLPGGIPGVGNSVANQVEEDIRPTHLMEWMHQSNLDAPAVRA
AGTDDSDMAADPAEARMHAYRLASSTRVHARLTFTERGHPVRVPATSAIAQPVSQARLREATSITRLVTNLSTRLRSVST
PLLDTGKSKTKSPNTIKLFEHIARWELLGYSNSKELSQLGCSKPVLLCERLAKQSAMDGRWCAVLGRALTVHCMPMQICI
MNGLVSEVNGEFHALNAPASMFCTAVTVVLRMVLQAYLEGGQVPKLRAENWWKTLAHLGDVLICWGTGANGISATFPNNG
NAGRHEMSDVVSQAILAGLSMEDSEFPQYTFGKLFALVAPQLLHDLADANVSPTVVDSVSGLCFMFARIICDAAKDDGRW
VESIEVSQATLPAQLRKSLAETAAWAKQVRSTVENAGTACEGYMNKTVYTPSDEPVVSGMEFLSRANARKGVRLGVLLAL
CAAISQVSGKRVKSSSSVVVPIDDEVEVKQEDKCREKTTKTTRRITRSENVVDLDPVVAALNDCVSSLACIATPMAILGW
AFDGGNKGIRGGLNLLGNSRWLSETQGEFPVYSPVQQIVDMTQLLLHCFAELRPSGTSASNAVNALLTDPKWHKTFSMFQ
AVSPNMFYFGSSLDLIGASADVFPHAFKISRLRKDLKRHAAEFQNASSISMVLDRASPCHSAWRAINSLCRRALVGRSLN
ASFEGEDGLGDGVNREALQILVDTLARGAPNKPGEAVLCDMPSYGQGTSGFLTLRPDAPLPAAMFFGKVIGLIISSNVNV
VLPLAPWIWSALLGKRGTLSQLAAVDEEFGRTLMTLNTHSISHQSNKWVAMSELNFVRTVRLPNGALSEFELVPGGRDIA
VTDANRKQFVQTYAWSSMEMVNGESIETVAQAARKGVCDVIPAELLSSLSPVDLERMVCGKQQYMNPKWRASEEERRVEW
FWQAIESFSSSDQALLLHFWAAYTHLPHSGFEGLNFKVRFDDKLSTDHLPMAQTCFLTLRIPKYVSAEQFSMRLLHAVRT
GSSDTSRYMFVFYMFFSFFYHHQSPCTLVYERFSFSRASAVRISASTAPPRARPPSTHAVAVSLAPPRRRIIRATNVSNA
MTDQPLTLAQQFERYVSHKHAEELTTIVLASDPRAPYAIDLDAMELFATIPMFGNAFLHRPLSMLPAMEDAMRSAQEEIV
RTECGRAERGDGDAMERAKRMTVKEIVRARVDAHRFCETFPELAPGIGSVRTRHVNKLWCVEGVAVRVGSAKSLEAENVF
ECVKCGHQFLIPVNVEEGSGGEPPPACPRTKPCKGKSFRAVPVPPTRRMIRDYQEVRIQEPVGGPAGGSARAAPRALLVV
LEDDLVDKVRAGDDVKMSIVVRRRWHKCSREQRCEVELVGHCVSLHVAQKQKTIERVVDEEAKSGFESFWREHAARPFYA
RDMILRAMCPQLFGMAMPKLALMLALIGGVPRRDSSGGRVRGESHILLIGDPGMGKSQLLKYAAAVAPRAILTTGMGSSS



AGLTVAATKESGEWALEAGALVLADGGVCCIDEFDSIREAERATIHEAMEQQTLSVAKAGMVTTLRTRTTVIGATNPKGG
QFDMGSSVAVNTGLAPPLLSRFDCLIVLRDDRKPSWDREVSAHILESHSRLGIIEDDLPPATQSSAGRARSSLSSAGGLP
GSSQLSDGARWGRALAKWGADPEVPATPAAEKEIPSYVTEKRRHIQDASLAAWPFERLRSYIAHVKSTLQPQLTKEAERL
LTAYYQAQRRLEGRSVARTTIRMLESLIRLTQAHARLMQRDTANRLDATVAVCLVEMSMLSLVPFIQLPPSNAGFEDDPD
ASIRGVEARLLRRLDEELGTDWREGSGSKRQRQDDDDVDEEENDFRRGNV                              
>Otau_XP_003078754                                                              
MSSEEASAEETPRKSARASSMRDRRADALARHRASLATASPGARLEALARTDASASASEASVSGSEERDFIDDSGEEAET
SNSNESGLATGWRTVSFGSRADEALRNDDVAAFKRSLARMEDPPRPGLALMAAAAHDASRVASAFLVKGMRTSGRVEDKT
SSRPHVDDVSVALHTACSKGHVGFVHAIQKMIGLRQFCRGRRGGWPVNLTGGSLVHSAVNNDFPSAECVKAAIMAESSPL
CDEEGPRTPTAGVFDDDARGNRTPLMIAAGAGATWETVVWELLQEARLTNASRAVIRTHDAIEGCTAVHIAAGAGSVATL
QMLIDEVPSFVDIRDFQGSTPLHHASAEGRTESIKVLLDRGANRLAVDKSGWIPLLYANFHSEREAVMHLLRADAVEQLE
SMLLCATEDKTVEGNSRTQVQKVFELLATIPTYYDTLNQCIATMNNMALVKSLTEMLLKVGGMTILSTTHRLSLLQLESR
FVDREYRWRKFGLSMDNPWSDLLNERRKTLSLLRNGVIFCSKDAAGKLVAGGPGVTREIFGMIAKQLCDADQPQTQLFEL
DDSHTYSLKRGIDRQGRAEELETFGELLAYTLLHGTFLPIPFSKVFLKRVIGGASTASITIEELEDVEPQQVKSIRYVQQ
TDAVEELCLSFMDPKTNTQVEVTSKNKREFIQVRLQEIVSSIVDDTSAKCIKRGLLNLIEKESTLKFLTPEEFGSQIVGT
HDVDAQEWRKHVDDLAGNHDQMKWFWNVITRMSAEDRSKLLQFSTGSPLLPVGGFANLQPQWRCWIDSSAPPTKLPTAST
CFNTLRMAAYPSEDVLEQRLMTALRHGSTGFAFD                                              
>Mpus_Micpu70217                                                                
MPSSSFDSRAVATKTRGESKEELLARAAADRAARAKTRETLRGVLAAQAAWRGRRERATTRASLLASWDARFATTVDPPS
AREALARLLPPVLHLGASRVGAARLLRVFALLIASLNARESDVNYASLACDADPATRDAWTTQARRVAALALGVLVEDET
STVAEFETTEPAADAKKARERREALPAVAARLVTMLHDASAWRCHLRENVCGGGGGDEDDAAPGPGPSSTAAAAALVDPA
TPAGARQHVRACVALARLAARGDDNAAALAKVVVDAVSSGGESGGGTGTRAVTRHVLTTPLLCRKISRETAAALASPRFL
VAALGLVVAEDEDCGRQHVLEGLENARASASDGDGDMGGETSSHAPEVWLLDNVLALATGWRSGGTGRGSARDARERLRR
FRRGGRDDDDDDDDDGGGGGGGGGDNAALLARACEVLVARAQTKGAWAWGSLRDVRRRGALGLLEEVWFLVALGGGAHAD
AADDADDETTASAIESLYWRLLAGATATDARQLLGAVAFAPDALARSWRRVSARLPAPRELPMTERGMGAGAGAWTAPTL
TRGVADVPRRELPALGVFCLAYAHLLLVLDDDEFYSAQKPFSLSEQRGIAVAVNTIVVRTHLTPGGNAFLTRRRAGSGAE
VRSIHCKALRTRDSRRKFAPVGLWLAPAADAAARIPVAAAASALAAHLRRVLLTRTLAASAVGAGLLVDCPHALPFEYRV
RIFRELVKEDRRAAGYGAQAGGADANPADLGQRVRPVAEITIRRDLLLEDALAQIPRLGDAIRGRLAVRYVNAAGGDEAG
IDAGGLFKELVSDVLAAGFDPSRGVFASAPSDGALYPCSDAGDTREGLEIVELMGTMTGKALYEGILAEANLAHFFSKAL
LGAPRTIDDLPSLDPELHRSLIQVLRYDGDVERDLALDWTVEESKFGAVAAFELRPNGANVPVTSDNRMAYVHAVADFYL
NARRARANDAFARGLSRCAHPGWLRLFETHELSLLLCGCRDDWDVEDLRTHARYSGGYDKSSKSVAMFWSAVRSMDAAQR
RALLKFTTGSTRPPVQGFKHLHPPFTIHKVVGEHGAFAAFGFGADVARLPSASTCFNTLKLPNYRRSSTMREKLRYALAE
GKGFELS*                                                                        
>Mpus_Micpu22875                                                                
MRSVFSGSRDSPFLVVRVRRDTLVQDVLAQISSKRERDLRKPLKVAFVGEQGVDEGGVAKEFFQLFVRRVFDPSFGMFAH
DDETRTFWFAPEADDLGLEDVEFELIGIVIGLAIYNEHILDFRFPMTIYRKLLGQTPSMRDLREVNPWRHQGFAKLLKAR
TAEEVDAFGLTFTATRIVFGDEVVVDLIENGRDVPVTIENRSAYVKAYVEWFFVDAIQYPFDAFKRGFHRLCGGPVIHFF
RPEELEQLVCGCAHFDFNALEAATRYEDGYAKDDPTMRMFWRVVHAMTETQKRRLLFFATGSDRAPIDGLGALPFVIRRN
GTEDHRLPTAHTCFNHLLLPEYKDEGTLRARLTQAIENAEGFGLQ*                                  
>Mpus_Micpu154422                                                               
MDVLASAVTGARTESNLAGWEPESDDGDVDEDGFERLERDEDDDDDARSAGGGSTDLGIALLRPTSDGLAIYHPPPLPSP
LPRRLEDEYTALGWLLGYAILHESPLPVAFSSAFLKALAGRADAAGWEDVEEMAPQTARGYENVRAMTDGVDALALTFSV
EEEEITVPEPEPGGVFGGAAGTRMIETELVPGGKMKPVTDANVEEYLRLRVAHDVRRVTRSAAVKCVRAAMNDVVPAEYV
RMFTAPELACLMGGTAKIDVDEWRANTIYEGGYDADSPQVRWLWRLVGKFTPEERTLLLKFVTGSSRMPAGGFAQLQGMN
GVRLFEVMRVAAGWTEGGGGGGGGGGGGGGGGGGGGGGSYALPTASTCFNTLRLPAYPSYDVLEQQVTTALRHGVEGFAF
D*                                                                              
>Mpus_Micpu19835                                                                
MEAFGFTPEHHIQVTRGRVFADALDALGPAALKHENRRWRDDHVGERPPGSLKGVVRVNFVNEHGVEEAGVDGGGLFKDF
LSALIEEAFDPKVGLFVETPDRTLYPNPASWKHAGADHLRKLEFLGAMLGKAVYEGILVDLPLAGFFLAKLRDGRPPELN
DLATLDPELYHHLLSLKRLPARDVEDLFLHFTASDPDGVGGDVDLIPGGSEIRVDGENRGRYVHLLAHHLMHARIRRQSK
AFVDGFRGLIEPSWLRVFAPAELRLLISGAGGKIDIDDLARSATYSGGYTADHPTVTALWDALRECREEDQRAFLKFVTA
CPNTPLLGFSQLMPPFCVHRSGMSSGSRASEDTADLARLPTAATCMNLLKLPPYKTKDAVKEKLLYAVTSGSGFDLS*  
>Mpus_Micpu172878                                                               
MPAWTSVLLSRAGFLFPLKTRLRHLYSTAFGTSRSVTFVQEQAGAGGGTGAADGPGDGPGGGGGGGGGGGHVHGRSINAR
RLGTLRRERVTVQRNAILDDAELLMRRHAKHKSVLEVLFENEEGFGGAVTKEFYNKVAAALQSRAGNVETPTWVMDEDGA
SGPEHIWHTNGLFPAPAPPGTPESEAARKRFAFIGRLFGKALLDGHILPLPLNPAFLRAAILGEALTEDDLSSVTPPAKR
VRACTPDDAVDADADADADADAAADDVGALDARLEELAYLTYACPVTGHALGAAGEAGEAGEVNIANVVEYLEDVVAYVF
RDGVAAQIEGFRAGVCEVFPADALKAFTAREIVDLACGKDAVAWTMDDLRRCVLPGFQYTAESPPYRWLLETLATVPDET
KRAFLEFVAVCPRLPPGGLAALPRGPIRVNRMDPVGKLPEGRTCSQELRLPAYASKEELAKKLTLALEYRDHLGIQ*   
>Mpus_Micpu213557                                                               
MVKVSPPKKKVDTPSAVKAMVDQIVSTPAGHLSAVFPPFAWAFGKGDFQHWITVFNHFDDYFVEVVEKRKDLRLEGLPRE
DPAGPIPSAALAWILHASRIILENCTNRQLYASSEHLCSLLACDDVEIALAALSLLATSTRRPPGSRANARFQADATLRS



RLLALCSGLADSRESTSGAAADGGASTSTSAPSVVLGVPLSADGKKPSADVIESPGALHFEFYSPGGADALLGDVGAAGA
RTITKKATHEDGIGDHETTDALIREAKVHAELRFALFARVRLAKLGASVDGAALAAQIRLLSFCVLLQSDAATGGSATSG
ANGEASDQLGLVFLAEPQPEFIAELLRALRMESRGVPARVTELTLRVLAALAGDRNHQGGVIAALRNDGNVAVFASLVSK
AVTALTDAPSPPIGPALVAANLPKLELDAMNAEADAPVPLADALVGLLSTLVTSHAGCQCLRDVSLLPVLLPLLKNRNPR
HVHIVAHAVHVLEVFIDYTSAAATAFRELGGIELIVDRLKAEAEDALAEHEATHGAAFTAAAAAAAEAGTPAPTQTYLVS
STRRVLLKALMRALAVTSFAPGTSTAATTTLEEGSPLCHSLNLMFENPRLFGAGVFSLASNLLSDVMNHEPTCYPKLDAL
KVPETFLRAWEMDDPGPLPSADALCCLPNTLGALCLSPLGLERVKNSRAFNALVIAFTTRSYSRAMQGDTASVIGGNMDE
LLRHVPDLLVPGVGVALNVLRRLVDLGGGDAAACRAAGSLDLNEIKGASEGAAATNAAIAGDGYAHEVADGGDGAAVGSE
RGEAPMDTDDAPPTAPTTTTTTPPTTTTTTTTTPPPTTPPPPPPTTTTTTTTTTTTTTTTTTVSPAFFSEAIANAARLLD
NMLPSKDCAEEFKKGGGIELLVKLHTLPLLPSTFSSSSACHALSVTIRSLCGVLEDVSAVAYRVQTDLTRALEHATECAE
NVCHHEKWALLASGVTTRPNGDVVVPTSNVPPDGPYDEWHPTHIDPEEVRSHVNTRLKGVVKPLANAEALLGLSTALLRS
SPQSLQELLSYDSWDRGEHWRRGVVSGVMRLQRATDWIVSALSEGVERREAHEKATAAATAEAAEAAEAEGGVEAEGGAE
AAKMETETPKDAKEKDAAAASCHTAIDWRAGEIVSGRVAKEEGDAKTMSSIIQACAHFGASCNYFCSSLSKAAAGSKLRN
REDPSSPAMCRAAAYDLAIELTQTLREMAAGDAFIVRAAEVAPSCVPYHAAVFQRYVGLMMGTFKSVLIDQRRRSCQPLL
LNYIRSLGGFGLLREVFTFLWTNFEKVCAAAEREDGAGYTYTAQRRSVLGSPQVIYEDGIPSHHVNQVHGSLKYSMALLE
QLLNVAVLAGSSNAGALLTAKAPKIADPENLITESMSIEKIRWRTLPAYEEVLAPAASAQAFAKHVHATFAKSVMQAWES
KYLSHCPEQPASSLMTALQHLGEGTSKVAGGAGGGRATVPSAEADVQAAMRGLHDTMGALEGLNAALAAPAAARPPPPPP
FSPSPEMTSSIVEMGFSHAQARAALVAVRGQSIELAMEWLFTHPEQAAEADAEAAAAEAPTEPPPAAAADGAEAPAAETP
AAETPAAETPAAETPTAETPAAETTTSPPPTASADADADMMRALAMSMGEEEEIEAAAEKEKAEDEEAKKEESAPAKPPP
LPEPLDVDPSSLPSPAAMIPPLLRLSERNEAMAFAGADLLVKAFKRADGDARTSAVRALVQAVRSQSAQLKYGDDEETHA
KRLCTAVHLLALVLVEDPDARDPAAEEDVVDLALATLEEFQAARAADPETGKPSDCGKAMMPWWASGMLLVLDTMSQWRM
INTEDAAGDGKKEKENDAGGEKEKEKAAEDTKPAEKTSPAKKPIADVIGGDPAGYLDEPSRVRATKLCVNILRLTEKYGD
VTPGVTIASARTSDADVGGVQAALQLLSHLTLSHARAKQVLDAGCLRLLLDLPARFAFPAYDALAASILRHIVEDVNTLQ
SAMEAEIHAALSGPGHARGRTTMLAALSSLRPVISRDPVCFLAAMEKCCTFKEVDGRRVISLKPPGETTTGAAAAAAAAV
AGGKKSADGKTDASAPAEQPPAVKSAKPTQKVKISSTFIAVIDALANAVLGYPPPPAADKAAADETPAGEGAVAMDVNGG
DAAPPAGTARIGDTNVPVTAPSLAAVRASLALRLLTDFTLVYSTAVGQILRKDDAKGLLKHVLYAQLPAAGATVGGAGAV
AENPGWDGGERAAYLLLAMCVRSPEARRRVLNEVSKALKAGDATGNEDVKHGPARAFVDLINSLLSHSPKTASGAKSNLF
ADLQRGMKEADLLAAMCDALTRVDLNDASSPDLVNAMLRPLEVLTRPQTVVDAAKKSKGEDASASARDGDGSGGDAGAVA
PTATAAAAATTTTTAAAPAAIAEPPISTLSPREQARALGAQLGRAVARNPAPFLASAQDVGGDTPAHMAQLETVAHEMFD
TLMGQQDGGGDDDESGEDDDSLDGSDESGDSEEESGESEEESGEDESESEGDEDDIMDEEEHEDDGMMVHDDDGDHDDHD
EEAEDEHIEGDEEAAMEEEEEEEEEWEEEAEDGEDAFDEDIEVEEPEGFEFNFGGRGGGGHGGFGGHPAPGEDDENDVYD
DDDGEDGGGHGARTADTIATELQSIIANAVGASAGAGGQPPIVELRVGGGAGGRLRDLVLQTGAGSAILRAPVGLDAHGI
GRTLGGRAAGGGGGHEFGGGGILTDIFSLRRSLDEASRRAAATGGSRAGRHAAAASAAEAVETALAGGSGSGLGSLQHPM
LVRPTGDGVDANAEHPRSGGARGARGRDAPAASIQNVLSGISGEMSRLAVAPGGATAGRDGAGGAPRIAAISRGGAGGFV
ILPPTESLGSLLRIERADGRSGGAGGAGGRGGISVGDARASTWSNVGAADVGHAPLGYLEQHLATVLEPTPSRTPAAPSE
PAAAAPAETPAAAPTPAPVPEPEHEPEPDVEMTPVEAAPVPEPAPEPAPAPAPAPEEAPVPARAEEPQPPAANAPDPPAS
EIQPAPAEEEPPEEDESIDSEFLAALPADLREELLATNRAIARLNTSDVSTPQGGSPTAAGGPSGVNPFTPIDPSFLAAL
PPDMQAEVVHQQTREVRRHWQEHAQRAREAATAAARAAAANDGMPDPARVQAARDTQVAAANAEMMAECVGAAMPSAGAG
AAADADMDAASVIATFPEELRQEVLLSADAATLAALTPALQAEAAALRERHAARYRQSANARAAQAAAAAAAEQEQNEIE
EEDDDEAAHAAANFTRQLRSMLGLGPARGAGGGGRDGNGRDSRRFMDRVALSRTTPHALVNRANLATLVRLLRVVPPLAK
SALPKVLLNLSAHVGTRDATLRALLATVRAAVDADAGAPGAAGVGKLFGKDVHVICAQPDAAARLIARRALETAVFMARN
SSAVATRITALGVTRDAASDVVAHAADPRAATGVILDDVGENDAADAAADGPDNALLLLLRCAGSPSFAQHVANLELTLH
LVEYVLKSCNAMRGVDAAAVKEDVAHAEKKRKEKEKSAAEAADAPPSPRKEGGPDKRHKARCTKKTQTPYDRVALALANA
PPTTLSSLANLLGRDGQTEVTYARARSVLMLLAYVAPEYRETIVDVLTARASERRDDAVKALESVSAAAAAAAATGEDVA
SHLPTTAAAAGAAMLRLVHATEELLWYNDLEEERAEMLALGEGVDEEELDAIEMFPAEKTPEEREARALEVKRERGRALQ
AFAETLNPVWSALSSAATALEPSIREASAAAAAGGAGGGGAAAPSLPPGARHILPVLEAYFALAAAVSDASKRPAPGAKI
SNIQYPMIPEGAPSVGGGVRAPTAAAPAAAATAAADDERATFGLARVASPAFALLRTSSPAPWADAGGGLGGSGSGSVAP
SPSQPSRPPKHATENGVGDAASFWNFANKHRAVVNALVRTQPSLLDDSLRLLLEKPRLIDFDNKRSHIRAKLKNLAESEP
RTGHHGGVRATINRKQVLMDSFTQLQHLKPAEMRGRLTIQFSGEEGIDAGGLTREWYILLAREMFNPGNALFELSPSGDQ
SYQPFSNSSVNDHHLAYFKFIGRIVGKAVYDGHLMDAHFTRPFYKHMLGIPLNYEDMEAFDPDYHRNLAYMLEHPLAESG
LDHLTMTATTMWFDVEETVDLVPDGANVPVTDENKLEYVNLVTAHKMTNAIKDQIGAFTEGFNDIVPHDVLAILNPSELE
LLISGTPEIDIEDLRAQTEYTGYTPASPQVRWFWDVVRDLNDEDRARLLMFCTGTSKVPLDGFKALQGISGPQRFQIHRA
YGGGQRLCSAHTCFNQLDLPEYANKEELQERLLFAIREGSEGFGFG*                                 
>Mpus_Micpu174850                                                               
MRQESVYEQEDLDEDDEEEEEEDEEDEEEEEEEEDDEGGDDDPGGLQALLNRLGGGLDGLLPNTSRTHGRLKQILAGLRA
EGDETRQMGALHSLCEVLVISSEESLITLSIDAFTPVLVQLMQYEHNPDCMLLAARALTSMADILPNSRAAIVHYGALPT
FCSRLLTIEYIDLAEQSLQALEKLSQDQGASCLREGGMMACLSYLDFFALGMQRVSLQTVANMCRQLPASDCWELVSDSV
PVLTNLLLHDDGRLVESACTCLTLIAANFSARPERLQAMCTHGLIPNATRLISPVSSGGTTVGPSTYRSLIRLIATCCKS
SADVAEQLLRNALPVTLKSVLAGCNVLSTTAASPASPVVSTDQLLEVVTLTNQLLPSIQPGSGASDSPLIALRQILRAEP
ELLREYGSNLTAALMQVIVASVGSNVRLQCLASLAKFLHHAPPEMLSSGPAALQPGQMASFLAGLVSSRDSAVVQVALYL
VDLLMDKLPDTFSRVFRKEGTVHAIEQLCAQKFEEATVDDNNSHSGGNVTPRDKVVPPGVDNESVDFATPIRTGGSCRTV
VDTPQRRAAVERAVSLRTAHFNAAATGGAVDLLQKASAPLRTAGSDPETAAAVAIHFLTALDEGEGASTFEFIECGGVNA



LASYFSGGDLPEEDSWGESIAARLSAFVRAASINLSQKTMRGIVERLLDALAVTEEMPVRLSAGSEGGSSGRGASRSASR
GSAGESAASDGLSVLARPFKLRLCRATGARAGLKEYSSNVILVEPLATLTAIEDFLYPRVHKPESAAATSTASAASGEAE
NSHDQADEDDEEDDNVEEEDEEEVIDDDAEEEEEDIPRAEQVEDVDPAERSASPSTPSTTAAAVAAAAPPRLLFHASGVD
PFHPATSVLQAVHAAALAAAATENGTHAREAGDDAEGGRLSTASLWEKTHTLYYAIPVDGQALPPPPPSSGAGAAAAVMD
SSDATEALAAFGPRDRRAALGSVLPALRGKLCGDAPPSGLTDTVKSIISVLSVFHRIITSAPRLFALGDVEDENVTATNI
NAALALPSDAFLSSKLAGKMVRQLQDTLALCTGSLPAWCTVIARSCPFLFPFEARQQLFYCTTFGLARALHRLHGQTQEN
GGGGGNGGAGGRELRVGRLQRQKVRVSRERILESAVKVFDMTGAHKMVLEVEFLNEVGTGTGPTLEFYTLLSKELTQRAL
GAWRDVPNADGTGSDIKYVNAPHGLFPAPVSSSAYDVAPPGSPGKLTRGDLFRLLGRVVGKALQDGRLLDLGLSPAFFRA
ITGRTLALADLSEIDPELGRTLTQLSTAARRIDALKKAGADFPSVTVGGAAIEDLCMTFTLPGDDAFELKPGGADVAITA
ENIAEYVDAVVDATVGGGVARQIDAFRSGLSDILPPQALVVFSEAELDCMLCGQGQKWTTELLSECVTYDHGYTAQSPPI
RSLMETMCGFGPEEQRSFLRFVTGAPRMPPGGLAALQPRLTVVCKQPSGGGGGASTRQLAEGTVLADKDLPSAMTCASYL
KLPPYSRVEVLKERLTYAITEGVASFDLS*                                                  
>Mpus_Micpu69212                                                                
MTASTLDAATASMPETSRNVVNMITEILMLRQDREATTTRSRELRDGDWALTECLRELDVNAKRQWVLEMLRWELGPVTP
HGVPVPGFADRINLVCDRASPLEDLCMHCTPPRSTGGAGGFTAKPAGGVHIAFKDEAGQGAAVRREWMSIVSAAACDRNC
LLFTSNDGGVTLHPNPMSGEVTPEHLSYFYALGRLAAVALYHGETMPLRLTPAFCSRLLGHAMTIDDLRSVDPTLHKNMV
EYVREHGVRGLDLAWDDAKDPTGIFYPGERVPLRSDKDDAADKDKDEAVTEADAEAYLRALVARRVIGSVRDQTEAFAAG
FGSVVPPPLQARMKAVLRGEDLSVLIAGAPAVCLEDWKRHSAYSEASLAAGFSVACFWAALRDLTERERVMVLQFATGLT
SPPAGGFRNLVGYMGDAVPFTLGELPPQRRDEPGALPMAHACFNVLRLPRLKESEYPDGVVGGAKELGRRLRIAIECGTR
GFDDF*                                                                          
>Mpus_Micpu48481                                                                
MGAAASTSRGGSPAADATARRTRERCVAVYAWGSLGGDDVEGEDGERGETTADADAETKTSSSSSSSSSRGGRRAPRPML
AYDGEDVAHVSGNAHHHGAVTTRGDVFTSGRDARGRLGFGFGGGGENQNQNQNQNQNPDDGGRFVHPTRLTRAGEHGAGA
MPRVASLACGESHTVAVTRAGELMSWGDPDGGRLGRGGDDGGDGDGGERSGCFFPGVPRYVLGVRDVRFARVACGDAHTL
ALTGGGKVYSFGVGARGVLGHGDDASSVAPRTVRALWHAGITQVSAGKTHSAALGVDGAVYTWGGNARGQLGQGGVVGRD
AHTPSRVRALRRIACVEIACGGEHTLAIARGGSVLAWGRGSFGPTGEGAVADVVSPRRVEYFGVTTREPATRVAAGARHS
VASTTTGAVVTWGANDRGQLGRGAPSKHPNYDDDDDGGDGVDVRGVAPVIGLPPGREVLFVAAWGDGATATLAPTNSGAR
PARTEDHEGDHGVASRPMTLPPLLELAETVADASGGGDGDGDDEDAANELAPALARAVDDVFSSAGFLVEGFASPRPPVR
TRDRDDEAARDLTDALDIVSVDATYDALVRTRRPEVVTALAVALARLLDDLDDALTRYWTRVDDEFDGVTVPDEALCKDE
MLTLTRAATIAWRSPLMRDAAFGDALVPRLVGVVKKLPPSIVRDVLVPWLAVRDGRRAETHESKFLDPIRACVERRVRRR
ERERSDRNDLVGASASSSRRARGVDEVVASCAQVVATLHAANAFGAEARGTEAMLPERAYHLDALSDAIDLREEYMRWIK
LVEEEEEVAREEAEERAAAEVAAGREDGAEGDAAAEERPTAPPRRDPTTLLDACRTGVGYPRCARPGGLASFCQIPCVLS
LEAKSRVLQGEANLQKRHEMRASRDRHRGGEIPFGSHDASFLEISVNRERLLRDATRAVASRSPADLKKPMRVRFSSDGV
EEEGVDEGGVTKEFFQLLVRELFLPPEKSSTTGDAEEEEEERSTGTDRPTSSSSSSSSVFTVDEDSGLFWFRAGADDAPS
LSRCRLVGAAIGLAIYNGVTLDVHLPHVAYKRLFGLSPTLADLRELSPSLGRGLEAMLEMRGDGGDDDDEDVEDAVSRDF
VYEYVDARSGAVRSMEMKPNGSRVPVTRKNMREFVDLYVKHALDVAVRASFAAFAAGFHGVCGGPALHLFTPRELSLLVG
GDPVVDVDALRRVARYEGGFDAKTRCVSWFWEIVAEDMSAEQRSRLLFFCTGCGRPPCGGTSRLPFIVQRSGPDSDLLPT
AHTCFNVLLLPEYASKEKLRERLAVAMANAEGFGLQ*                                           
>Mpus_Micpu17417                                                                
MYASSTAAAGGGGGGEGIVEWFWRAVESFTAERRANLLTFWTGAAVLGPNGFHECDFRLTLASHLSPESLPESQTCSRTI
KLARYVTYEQLREKLVSAIEYGARGFAFA*                                                  
>Cmer_CMB070C                                                                   
MDEKPFLTDPEQRSEGAARKQSSGDESEAAPQGVTEQTTPCLSVSDSEIERGEASCAATVQWPQTEPLLTHLLVWGAVSL
GNVVAVPRLQPPFSSSTEWALASIPEPVYAVGGTNFTVVLTRPGTLFFLSESGTPARLALPTECVSVACSAHVAFAVGRD
GSLYYILQSEEGRVQIDRVSELGDYKIVQVAAGRHHFLALSWAGECFLGGNPNPAETNPDGTVSTKPSILTNIRRIHALY
GQPVCRIASGAYHVALITSSGSCFTFGDNRDGQLGNPAATNGAAFVLQPTRVPLALPNDVYVDVACGARHTLILTASGKV
VSVGGGRNGQLGHGSTADISTVTVVHGPLVDKHIVAIAAGDSHSLALDAEGTLYAWGAGESGQLGDGDVSDKLRPLPIQA
PRLRVAALQVDPESEDGEHLAGATRNLLSLASDAGKLIWCGVSASGNRTYGVVCPSDRQVPIPVYRPLAPRGSPFLQKGS
PAPSIDLRAVERFYATPQRSKATLYNLAREQVYLAILAMGDAKMLQEYTEAPNVSSTFNESVLWTPPFPVQHRPPVDARE
ACGRDPTARRYPEAALAMLALIQNPIFADADAQNRSPALLSRALSLLMRCTTGALERVVNSLREAPAELIIQRFVTPMND
LISISLRATKRVSQATITAAKFLELVHRAAGDRLPRTVFYNDAVSNIVDLWTDYERWRRAPESFSFCKDAPFLIDQAAKA
RILHEEARVTQHSEQMQAFFQHVLPMPFGIIGQPLGADTFCVLRVRREHIVSDTLVCIRSLDSRDLLKPLRVEFIGEPAV
DEGGVRKEYMMMLMEKLLSPDYGMFQYDAETRYIWFNPHSFESKIEFMLVGLLIGLAVYNGIILEVHFPPILYKRLLGMS
VDVADLRDAFPRVAQSLQQLLAYEGKEPVEDVFGLTFSIDYNYWGEIRTYDLVPNGRNIPVTRENRQEFVRLYARYLLVD
SVREQFDAFAAGFSMMLSRGVALMLFSPDELEIVVRGEPELDFHALERVTKYEGGYTSESLAVRWFWSIVHDNMKEDDRR
RLLAFVTGSDRAPVGGLGKLHFVIQRAGADTDRLPTAHTCFNVLLLPDYSSREKMRAMLDTAIKNAQGFGLQ        
>Cmer_CMI198C                                                                   
MARGRRRSALSRAQQHVERNTGAREETVTEGANVAKRAAGLARQEAETTTVESGQHAGAVESAALEKTEVARNTQRAVES
QALDGHRYRKRRSACLEKEPVGRVLETRSESKIAAEEPHAATTRQGSKRMRRSRSRQRALREATAGMLGGSDSTGADNDG
LSSINSSESRSRRRYHSRYRRHTEPNTSASLPLETNDDIPEASSLGFPLEHQSGRRRGASPRGPSSLPPETGGTLQGLLR
HLGAGLSEILPSFGHGGFGGSSVPARLRRIASELRSLTTEGNTETDTVALMALLNELCEVLSIGVEDVILNFSFEQLVSP
LVWILQNCPELPELLILAARALAYMVEISPSVGASIAQSRAVPALCGFLLHVEYIDLAEQCLQALERLSYNFPNHIVRSG



GLRAILQHLDFFPTSIQRMASSAAANCCARVNDSALSQVEDALELLSHLLDSDDTRIREHGVTAYARLVANFSASSNAQE
VLRRIANDGGAMEKLVAVLAAGEASLDKRHRGLVLSTLSSLASADEGLGTRMLTSPAQGGLGIGAILANLLGVASDAEES
TSTGQLLGAADVHAVPLNRATQTETLIGSALMLVDALAPDRLLVQRLQTVLELNVRAPMHDQTSREGRRRAISAMKKTLF
ALESEQEIQSFSMQLVPTLGYVLYDPIDEDERASVMCMIEHMLERVQDLGPLGELFVKEGVLHVLEQSAVETDAAQKILD
RFGDTLRSSGRQRIRKLCELVERIKKGDHESLIALFPELEHCSVFEVQMCGLAGALDAYLSVQPGAASELATRYSHLLVA
AIRAPGALRRLVRSLVAIFTNTERFQVVRNMAANGSVSAGIRLLSQPFRLQLQRGGGCSGSRLRDFPASLVLVEPLASAQ
TIEEFLYERVTGDAAELNELSDEPVFETGTDENGSDDSGAFEVATESTADTSDDEHAIFFDEDALSGSVESDEPGEHRTR
RRQAGSRPSLAGETALAAAEETASGSEEDSDEFSDLGETFDELGPEHGLENPNLSGSLPAVDIEFSDEVSGTGSPVREQE
HSGRDSRRSASETYAARAGRCAGAPCPSSEIDRGRRSRGIRLKRDGERRRARLSLCIRGHTLLPQETILHALVTTLGGQA
LGPRLWSETHALTYADCQSSRMGQVSSQPISNGDGKPGGHQFEGPFAEFELVQVAELQFQVPRSFHLNEVTVAQDVSSYL
SLLGKLYWMNNHHAELHAWIQASRTQSGSTLDAAWSHNVHWPPADDPLVPEADIFASSSLENKLGAQLSDPLAVAAAALP
PWCFIVPRVCPGLFSLQTRRLLVQVSSFGIARALSAVQTRADTQRQQHATASSSTGRSDLGAHTSGAEQEARIGRIQRQK
VRVHRARLLESAELIMENFADQKALIEVEYFNEAGTGLGPTLEFYSMVSRELQRVDLKLWWEDSSKAAERERLLRSGKAL
PPELRERLCYVVSAGAGLYPAPIGPRERGAPVQERLQRFQFIGRFCAKAFLDGRLLDLRFSPAFWRLVRALAEARFLVSE
GLNGHRAIFRAAKKRLDFSLRRLGEVDAELARSLHSIACMRDADACDIAALCLDWTLPGQPHIEMRPRGRSMTVSKDNLA
DYVRQVKEHVLFDCAARPAYAFLEGFQSICSIWALLGIFNPNEEVNVVLCGPDLHPWTEQELLSALRFDHGYTSENVAAR
NFVRALCSLNEDDRRHFLLFATGSPRLPMGGFHALLPPMTVVKRTPEAGLTPDECLPTVMTCTNYVKLPEYSSFEILLDR
LLYTIREGQNSFDLS                                                                 
>Cmer_CMM271C                                                                   
MMQSEFSSRRATASKLFDTGGRSAISLRGASNVAPSRESILLKARLERERRAAQRAQERSAVAIQSLARQYFECRRLSKI
IEAELVERVANLAQSEGPLPYDTHAAVRFVRALCFLVQLSKAQHDKARLHWYEHRGLIGELVRSTYVSIALKGHIFISAA
ALGDEAFLLENARRCATAVQRFANTILALMRGRTTGESAKEICRICGPSAEFGRFLIDAPTLVMTSDDIDMPATAHLFSE
SLAKLIAEHGVTLSKSAIRRICDLTLSLPSSKHHVFLLSFVVDRVGPLDELASKLTQSDVFLKSLMHALEWDPENWRRFA
ELLEKHDAMNHRVCAVLAFSHSRDYLRQMWHSLMISSSGALLRLFCESFRVSTLVMDDDDFYSATNLSFVLEIINELKEQ
LFWRLYTTSTGARPTGRNKWDLAAADVLQASSRLLLALWARDARRPFTVQRESLWEVQAARKAPELFVRESVRKNSGMPL
LRMAPFSISFETRVRIFHGCIAQEKARAGGGQSFFGMNGIWITIRRNFIVEDAFAQLNSLGSRLRENIRVKFVDEYGLEE
AGVDGGGVFKEFMHQLIRFAFSPTHYGLFKATDGGELFPNPASSVIAPSNHLEQFSFLGRILGKALYDAILVDLPIASFF
LRKLLGISNDLNDLRSLDPELHRNLKFLRHADPNSFGDLCLTFTVVDNEFGEAVEKELIPGGSSIPVTWDNRLEYMHRVA
DYRLNRQIKAQTTAFMSGFFDVIEREWIQMFNEWELRELISGDCSGKIDIDNLRSNVTYSGGYSENSGTVELFWQVVQED
LSDSERAALLQFVTSSPRAPLLGFQYLNPPFCIQKAGDDASRYPTASTCMNLLKLPPYSTREAMREKLKYAITQNFGFDL
S                                                                               
>Cmer_CMR077C                                                                   
MEDEHPAPNSDRTYASDLEQGNVFGSSPSERHSFSRLDGNRAGSIGDEMDSDVAVDEEDRNAGMEVLGLFSVRARSRARV
RSDNRDGSDSGSALDEGVDDNSDDHGDDIAGFGESDDLSGDVDSSDCGFEDDQNTDVDAAGESDLEEFPDPAEGELDSFR
HDVDATDDDLGEENASDADASTFGDGMDHDDDDEDEDNDDDDDDEGEDDDDDNDNVDEEEDDGDDMPSDDEDAEYSQFFG
VEQEMLSLMEQRGSAWMEGMPAAHLQALRRADIQAQRLMQRFRNADDDMEVFVVWRNGQEAGEILADRDEDASLPGLGIH
FLNMTNEQPDWAEGFGLGIAAANAMLLSDPSSEALRPYAPARLELPQPPRVESDSRSPSERNLSVAGNVLDGLGSRRHSP
GATLGNILLYGSGAHCQSCPRSAREALSALCRSDGLRALLASSSAVAPTALMMRRNISCGDCGLRNAADARIHDFADLVL
RSPAFTENLGHGIAAAYLVSKMNPPPKESEQLWDLASLGTVLAGAHFHPLFWDGARGKSSESPLPGLYRAPPALSIRFSE
DLLEALLGLPIGPLLGIDRFGTLAVTGTRQRRRDVLRLYRAFGSCSLRRGAPYDALSGLDTHARHLDTQQKRFAALHEEM
RTLWRDERVRRERAQLDDEYRRLVDEEQAQASESCANGRQGEPDVPMERSEQQEQEQVLPAPGTEMEAASSLTGSLLEHA
SAASPSHPASSGMLTGAAETSDSAVVLSMQIDDLPGATQVLGPDAPEPAASGAVELSSDAEVRAPPVSDSTTDQEAGTRS
ITESDMEHVARTVGIDPTVLVELPPDLRREVIQQNLAQIRSNPAFLSYLPVNVRQEVEEAAAQLDRLRGSAAEMDNASFL
ATLPTALREEIYLTSDESFLQSLPPHLAAEARAVRDRRRSLSSASAAAAAAAASASFLGPNDLTSGASEISALMSTPQVS
ARKSCGLVLVTQLDVLEKALRSPGVCCPLLANTVRLLCYEPTTRMRIIRLAWRLVECQRPDDASTAGRSAELVGSLLRFS
PTIALDLVAADGDQPLMHLLQSIPKAVRFGGRHCHRLLEVLLATTSLFVQLLRGQVPQRGLQLEPAQPDASMTLPVVPPV
VAPGVLNDLAIALQVPDLSARSWDRLLSIYEYLYGEEQNRDTVIQCLVQIAGALIEPVCAAIREEPGLRPCESFFVQTVK
SVAQLVRPHLECLQVLEPVWTCLEEQLAAGAGAGPPVRLSRLIECYLQAHSIRLPDLLADLNQPPVLESNPSLLARSESA
STLRSSTTTTTTTTTNGVTLPESVMAIDRELASFLERHTLQINQLLQLNPALFRQGFQSTLLHARFLEFENKKVFFRHVI
QEQRRASRQSPVRLLVRRDCVFEDSYHQLRPRSAAELRGTLTVQFVGEEGIDAGGLLREWYVILARKIFDENYALFRRCV
GKSAAYHINECSYINEDHLGFFKFIGRFIGKALWDGQLLDAYFARSVYKHMIGIRPSYHDIEAIDPEYYASLVWMLEHNI
AHVLDLTMAAELDQFGELKVVDLVPGGRHIPVTEENKWEYVRLITELKMTKAVEPQLQAFLEGFHEMVPRSLIAMFSDYE
LELLISGLPEIDTADLKMHTTYSGYRPSSPQIQWFWQAVAEMDRDDRARLVMFVTGSSKVPLGGFANLPGMNGGVQRFQI
HRVAGDTDRLPSAHTCFNQLDLPEYSSYEKLRERLLTAVREGNEGFGFG                               
>Cpar_5818Contig37084                                                           
MQADADADVAIGHLKLVSLYVWRGGERCGWIPIDILMRGAHGRLQAAFQHIYKELEDKRFPEVESESFSRANANRFAIEV
LCAAAWRDLPVGTRGARREARRILGLCAKQPVWRSFVLRLVKEGLIQAEREFARPELETLGPSAVDGLLALLERVKAVLL
SLAKIPAINFEAPAVGEALLDAVTRAAGGPQAELLPAEALQDPEGSALAVLLQVILRAGIPGVRAFAATERGRQRTKPLL
PLSILFHLRDAASGRGQTSKCPADLAAALLDALSVHVPTRVAPLFAFVPPVISELHRLAELSALANEQGLLQDQLPDAIE
QMLLQNPELQLLDLSGAWALDQLEGALASLHLDSGDGLETALRRAGVVDLALRLASEIAALMRPLERLHLAAPDLDVLSC
KPMSFLWRSIVAGASVAAAAGLFAAVDFAKPLKPFRLLLDFVREPARNKFSATIARLPGLFDIHLRREACNNPDAAIVSE
HVEESRVPYGDTDPFGNKDLEAALLAIGGPNPQADPASPDARTFRRSVIDLMVAFEGEPAVGDGLKREYLTKLAHEFLDP



NTALFCRLGDAGGVYYPSTDARTGLKDLASIEPSVAKSFKEMLGRGLAELGLEHLVFMVEEDFFGERRTVPLRPGGEQEP
LDALREGLRLVLPAAASRMLSSTELRMIVEGLHTIDVEDWRRNTRYHT                                
>Cpar_8613Contig41065                                                           
VSFVSFERREAGGGRGVNAEYFSLLAEGLVRGGDVDPPQSAGALCLFQEKDAGSGKGGELHWLVDAKGRRAVRLGDGDHV
LPLSLPAPFYAYLLGKRGEPDFTLLQEVEPVLARNLKEADYASDACEFYFVSIRDGAELVPGGAEKRVTPENKASRPNEY
IELSARAHFESTGFVSKTDCASLDLLSLLLSRLIYVDVDQMRLIREGFKAAAADFLRTRASVTPRELKQMVEGQALDVED
IAGATVYEGYSEDSPQIVWLFEYLREAGEAGRAAFVQCATGCPRAPPGGFRASKRFKFAQLGTAAHAQRYPIFRSCFYT 
>Cpar_12519Contig58400                                                          
GPLWSAGELAEQTRCDHGYSRASPAVAFLFEVLCEFSPAQQRAFLKFITGSPRLPVGGLRGLRPRLTVVRKQCEGGASPD
DYLPSVMTCVNYLKLPEYSSKAACRRKLLQAIADGQASFDLS*                                     
>Cpar_13769Contig7584                                                           
MGGLFRETVGTGQDELPLRLPSAVWRALEPLAAADLRSFDSLCHASVEQLRRPSSSAGEEAPRAPPRVYPLSDGTRVDLW
ERVAPAHRAELEGGAAGPEARRAVEAMRRGLAAVVGAGAVAAHTGAELAAARHTAYSGGFRAEDASVQYLWEVLRGFTPH
ERELFLRFVWGRSRLPPSEAEWPRPFTVALMDLDLPRYSSLAVARSKIWYAVTYCRDMGTV*                  
>Cpar_17119Contig11918                                                          
EVYKSLVEVAEGPPGLAESLGLTFVATEDEPFPEEARPAPPRPALAARRSEGGVELLPGGAELPVTDANRGQYVRLFCEW
RCLGRVAALCRGFREIVPGRVLDRVRGLLSPQDLDALLCGTRAIDANTQYAGGYHAASPEVLLFWRMAELLHFVTGSSAV
PVGGFGRLCGPHGPAPFTIMASEAGSSSLPTAHTCFHLLRLPRYASLEHMATQFSIALSHGSGGGFQFI*          
>Cpar_17833Contig13370                                                          
IPLAPFFLLKLLGRRPTIEDLPTLDAPLYKSLCFLKTYSGNVGDLSMDFTVTDDLMGRKVVHELRPGGSKISVTEQNRIA
YIQPQCDAFLTGFY                                                                  
>Cpar_18177Contig14186                                                          
EELQVVIAGSQEAFDTEDLRRHTAYSGGYTEESPTIQAFWEVVAGFGPEQRRALLKFVTSSTRGPLLGFRGDPDTERLPS
ASTCMNLLKLPPYPTAAALREKLTYAISSNAGFELS*                                           
>Cpar_18454Contig14969                                                          
FLKRLESGVEELGLNFAVVDNFGEAREVPLIPGGEKEAVTDENRIRYVHLVAHYRLNVQDLIRPEWLAMFSEA       
>Cpar_23651Contig38974                                                          
DFDNKRAWFRAQLRRQLHGSEGQHYAPLRIHVFEDSCGCDGGGDEGAAAGAVRGGEGIDAGGVAREWYLILSREMFNPNY
ALFKESALNNRTFQPNPMSYVNPDHLSYLRFIGRIIGKAVLDGQLLDAYFTRSFYKHMLGVPVSYHDMEAMDPEFYKSLK
WITENDITGVLESTMSAEVDEFGQLRVVDLIPDGRHVPVTEANKHDYVRLICDLRMTTAIRQQINAFLEGFHELVPPHLI
ALFNELELELLISGLPDVDLDDLRAHTEYTGFSATSEPIFWRAVAELDREERARLLQFVPLDGFRNLQGIGGVQRFQIHR
AYGSPDRLPSAHTCFNQLDLPEYPSFEHLRERLRMAIREGSEGFGFG*                                
>Cpar_25172Contig42656                                                          
MVEGRAEVDVADWRRHTRYGNGLSADSQKARPAPLPEPRVSLIDTAWFWEYVEALPAAGRGRLLAFAMGRLRAPPGGFAH
LVASRGRLEPFQLVREDREEPGRLPIARTCFNQLVLPRYASAGALRAAPDAAIAADHGFGFA*                 
>Cpar_25179Contig42677                                                          
FPECLYGYLLGRPLGLPDLASLEPTIARALQNDVLGRGVEDLGMVFAVDEVFFGEHRTVPLRPGGETEPVTDANKARPLS
SPEL*                                                                           
>Cpar_26306Contig53049                                                          
MQFHTGGSDDHPAPLGLAGMLEIALKLAADNGPLSLDYLLGCVRAMNHMKNDRMFLPVEFLNEYDLAFNNQRRVVDFILD
FVQCLEGWKSSEIEFCNIISACEVPVGRAIMHESVSAGIPIPPEVLAYICFARIPDAYAGYNSCKRITSACGARGASKPL
QIVFQSPPAFVRFYKDSLQTLSTLTELGSAISSISDHDIFAASQSNFESAWPNVKSLVDAPIVEDEFDRLSEIGFNHSNL
KLFVPHDTSLIVKSSIDQLELIYHGKFPWRTDPDHIDQGGFQVRFQSAAEDARGDPRAEEGFGIGLTRAYFSLLAAALVA
DKDSTPAGPERPEKLFKEKDYLEDGGRVYWLTDRPVPLILGLCGWAMGIALSISISTNHPCNFPLSLPVAFYSLLLKNID
QIDPDFALALLKEADPVLAKNLEKADEEGSGVVFEYTGVDGTELELVPGGSQIPVTAENKDQFMKLYAKAHFETSKLLEK
MKHIREAFYAAAVTRANVTPDEFKRKIEGETRIDVDDIRDATTYEEGSYPKTSDQMRWLFEYLETASQDELAKFLQFTTG
TPRAPTGGFASSTRFKFKRFEGASDNRFPTARTKERLVAKLQEAVECIGFDKENFE                        
>Cpar_28663Contig58769                                                          
AAWFWEYVETLPAAGRARLLAFATGSPRAPPGGFAHLVASSGRLEPFQLVAGPDARAEAGAGRLPTSHTCFNQLVLPRYA
SAGALRAALDAAIGADHGFGFA*                                                         
>Cpar_28968Contig6776                                                           
MRRHTLYAGGYTHDNKASPPSYPSSHRPVLTGPVQVVEEMSGTERRALLKFATSCSRPPLLGFGHLQPPFTIHQVQTQAT
TSFSFFGLGVQDTDRPASRRPYPAADGGDLPAYKKKKTMREKLLQAISSSSGFELS*                       
>Cpar_31676Contig9516                                                           
FQTEALHALATGTCYLPSAPPGAAAGAASVLGLLCRLLVHAFDGSDDAELLEAGKPFSPPELAALAPLLKQAALRALLPA
GAGGGAAPGGPNAPDPALRRLALAALRRLHARIAKARVVPPEAWLAPELQTEQFLADAAALIAADKDTVRGASWEGLRPR
TVVPIRRDFLFEDAFAGLNHLGELRQALRVQFISELGLEEAGVDGGGLFKYALFKATPDRLLYPNPSSHLVSEHLRQFEF
LGRMLGKAIYEGVLLDLPFRFFLSKILGKHNY                                                
>Cpar_31740Contig9605                                                           
INRLPEAAAHVPPGDALHRSDPLALCSGTLPAWCGELVHGCPALFSLEARRAYLYSTAFGTSRALHHFQQQQQQHGAHAQ
PQGRERERDGDPLRLGRLQRQKVRISRERMLESALKVMDLYGSSKAVLEVEYFNEAGTGLGPTLEFYTLVSHELQRRDLG
MWRDVEEVKHADHAGAAEEEDEGRRLSVSLDRPNSAYVMNRYGLYPGPLPPPGPEREKLLSHFTFLGRFVGKAIQDQRLV



DLHLSAPFLQLVVGSRPLTRHDLAAVDPGLHASLEKLRAVAAQRAALLADASLSDAERAARAEALTVDGATVEALCLDFT
APGRPALELVPEGRERAVTLESLDEYLAAVEDHLLGSGVAQQVEAVRAGLAAVLPVRHLRPFDAAELDLLLCGHGEKWDI
PLGEHTKCDHGYSHGSRAVKLLLEVLAEMSAEEQRHFLRFVTGSPRLPVGGLASLRPKLTIVRRNPDGNHSPDDYLPTVM
TCANYLKLPDYSSKEIMRARLAVAIREGQGSFHLS*                                            
>Esil_CBN78362                                                                  
MATCICGRGDTVEALTHVLAQQRRAAASPRGNAAVASVSAGTGPSSEAAAAAAAKGIPSPPPQPLSQDDFAKVRAAVIER
DGWSKPSPLSPLGAGGAAAAAGSAASSPVAPNSPSTTAQKYQRQPRWGSAAAAVAGASPSRGEASRGTTIDQRLFAPVLR
AILAGEGDHVLRRSLLCHPFLKAATKSGGTSAASGAGGSSSWAAGGAAASSPLGGGRRKDGKGGKGGKAKKRDRDRASRN
QDEGQGSPSSSKGGGGGAVERLSPLDVSREMGRLAESAASDGSLQSTLILVKTLLCAVDPGTKASVLGIDSPRRRSQQQH
QGSGRAGRTPASAVGQDTSAPSTEPTLSTEPLKALAGPGLSGWSDMMELLRREKYRERMVALRGRPSLTVCAGKAEMRGR
LEAKGESSGVVTAVRVNQRRRWYYEVTLVGASKDTRVGWARCGGAFSVGVSSDDEEQGGKGKRDAAVPKLGHGSDSWGIC
GHNQGRSYHQAGRLRAERVEAAAKARRDQRRKEKAEEEGEDAEEERSERGTARAGEGEGWGGSESGGDAEGAGDDQEEDT
ADSIFLALGGLFRDTSFTVDQERDDGGNPIEYVPASAASASAASASPAASSPAPPVPLPVPPVSARLISTPPPPTPPQGI
GLPSPSQTPPPPPPPPPPLPSATPSRGSAGMKLPRSSISRESDSPLRPWGAGAVIGCLADLVDTDGDGGSAEEEGKQGRV
KLHFFLNGRPVNGNVSVPIFSAAIGEEESEDEWALCPAYSCGSASDGVNINLGGSPFQFPPDGLIATLGTPGEGGGGGGS
GGTAASAVASPSSSAATSREKRSRYGGSAAAAAAAAGSEVDWTPREMLPKAAERALGSAAAAAMAAGSEMDWTPREVLPK
AAERALEAAFGLEQEGRASPSPASVRRGGGGLGGGGGDGREVGSPRGSGSSGGARTMAEALRSPSKKPSSTEFAEAAAAA
AAAAAGGKQGRTKGIVGGVLAVKDAEISRCVRFGGRGWAVARRPNLTVQALDVFLLEALIRPAARESQQQPKTAEPGGQG
AAARCEEEEGHESVVLSQGGQAGFCLAVRGTTAVLRLHGKNVGEEARHATPDGVLPAEGTWFKLSAAVARDSSQGMDKVI
FYVDGTAVHKSTLPSPGGRRTPVSQSPQQHRQQQSGPILIGGRQSEVAVADPPRNADVEDAAAAAEPAATPESSGAPPIG
AATTNQDGSVTGLFTGEVAQRTVGRSAVLEADATLVVLWKADEGAGSVLRNSRPLHPPKPARGAKTALSRGTSGGGGGGT
GAEGHAELVGEWAWVPCFDPEDYESVAAAGATGGEGTASAGSPAAVPNFAGASIGTPSSSSSAAHRSGRQAGGGFAGLIE
GGGAETDLARSLGWRSVSTAGDEEEEEVEEEEEEDGGGASTEGKGGEKGRAVSSSARSSACADVGANATAAGASAALSAC
AAIERAGSGGGAPRLPPRNALLGVLGKLFQQCSVYLEPCLGDPLVESTPPPRGVRTEARVQLQLIRREERALRAIVQPEV
RTYLLLRSILWQLAAIAEGLRPDLDEDDGAWSSTKESGSSGGSGNTAAAKQQQREAAANDPGCWGPRDILVAGLCTLRLL
RANMYYLCAAGVSPGTVGLGTSSGGSSSGVRREGGVDQRSPFASGLLSLLLDYSGGVLDVVPDGEGGDAEEELEGGEEMD
SLRRAVRYEAAEVVGQGLEVFLPEAEQKIGFLTALFRLGLGGDTDAEQGEEGGESKVEGELEESKGWGQGGSRRPSSSDD
VGVAAAAAMADGPLPVDMDEEGCAALISGVCNAVCTDSNLLLSLVPEAVRPALTTRDVPSYVAATVRSAEKAQAQALQQQ
MLKEAAAAASSTTNPGATTPSGGGGGTRGSTSSPRLTVPRGRGVTREEGDAFDLWKSGPKVDLPRAGDVVVRGPDWAWGE
QDGDAAGRGLVVGLATWGQAARAGGGTGRGGAHGGGGAESAGSTSCAVAPADRNAVRVMWEKGAINVYRWGAADRCDPAG
GKLCYDLKVLRAPVLAPDEPPPRGDGAAGSGSDVTGRKGGAGGKTKGQQSQGGGGGAKGRSGRGELKWSVEEVETALLPL
EGGGRRGGGGGDVGAPTTREVLRFIKNNAPQEWREPRRITGAENALVKSHKPEAVVRAYRDFVESFGNNFMAPPARGGAK
ENRVTPKDAAQHKRTQHLSELLRLLLRVTHHLGREGNADLPQRRPRRASISWQARGGDDTGSRRLSAARPPSRADGDDDD
QDGNEEAAGDSECGVYLPETLDAAVFLLSRLHSVMTRAWDPTPTAAAADNDASMIAAALGGRPSAISSVASEYGGSAVPG
SSVDEGDDRDALADTFIGSTRRPRKWDWVRCCHSPINPVLAAGGGRGGPGHAGGNAQPVVAPVAIDPGFCHRTLRSREDG
YAAPRGIAGSALGAAVAGGYRSLHSFLGGAGGGGIMAGMAGGGAGGGAYAAQALPLGYPDPLLMDHSRAALRMAAGVLRE
AGQGGGETGETGGVVARLTVALQHPLLRGGGLLSPILASLAQWHLVDNPEEGLGLDLTEALKATLREADSLKRALGQEIL
TDETKRCMVGLNRLQVVLACLAGKLLGALISGGIGSLDGGEAPNDLHAEVEADVRRRAEGGASAAAAAALLGRQRPSPTS
TEAAAASPSAAAPSRATRVTGAGGSAGEQGWLQSPLLANGIVTAPAAAAAAGAVGSGRGGGALAAGMVDDGNGGMGPAGA
GPIQAFLRDLVEGVPGSPALALSQWVSKHVGENPVLARTGGPLIARGVRGAAVAMLWHSGYAAAAQRMAAALAAAPPAAR
SRVDSQVPPYFLLETWRKAAGLKSWAKSRRDRGTPYEATAADLAQHCRFLLSLHPATGDRHAERLSLVTGFLKGGVDLCR
LRASQIAADERARRRAAGLRALRSLLGSTGREGSSGVKAALLLYVPPALRGVLHGLAALGPDPIALQMAREAAARASRPG
GGTGMGLLMGQYLDSRPLPGGHYLAGLAGCPRYTAQEVRGAFEKLYSFLAGELETAAQQGDTPLQFALMDAWGVEVHEDD
HDLLARVRIFNILQEILDSTIKHSPDGGPSTVMDTRPAAATTRGTAAAAAAAATGSAALLLPPQEASVDTLSAEQQRDDA
TAPSEATAASDRAEEGDGDRRDEDEDKMALAMATAAAAEELAAAESHSLTQGAMKLVYLLAIQVATSGEEAAGGGSGISA
SDHSAPGPFRAPQLVRARSGPATLSHAVFEMLYVQLRNVLDEGGESGTAEDGLDEKEEEEKAVFERLADMRDDIGCLKLS
RELQVLVSEVTMLLLCVSSTDPCRSLLSQPRWIAVLLGLLRLGPPYAQRRALRLLRRLLPHCDPESLAEKDDGAVAADGT
DWSIVTIVKESKAGAVSSSSPPPAGSDAGVSDGIGETGETARALGKAATAAAGGGGGPSPMVRVTSLSNSVHADLIPARS
LLCFFLDAIGGSYQAAPRPEWLCDPDADGSSSPSGGGGDSRGSDGTMRDLRSWFRGQTGGGGGAAAAGSSGREEDRSAWA
FSQLEGPLVCESVSLLRTLLQTSAWGEVTATLLQDAVQRGNSCLRLLAREAADKAEAAAVVAAAPRPPAAAAGTAEAGKA
AAAATEGSTELSSSPTPEVAGDATAEGTPPLASPPPPPPPVVTAAAVTKPPVPPTSDGRAPPLAGASAPPSTTGTLLRTL
GALSVLGGHVDVLYPGACAEIMPLDYASRSSGGGSRSGGRGSGGSSGWGARMGRSIFGLSGLERMVNAAGGGDRRSRGGG
GGGGGGGGWGTSGGSSSSSVLLEGGDSGGAAGSGGGGSSGGGSGGGGDARKPRVVPLDCLQAVPNVPVRPGTLPPGLAER
ILETLTLWCLDKGLNAAFSERLSPTAIPFVPTTPVAAGSPPRPGGGGRSHRGKGDGLTDVLSTAVLDRHLLLGLVRCQAA
KAAQTLLLHPQTAADFAKAASAPATGRKSKGGAGAVLLEVASGVCSSAGLGDVGAMEELVAMLLSHWQFSVLDERSKRVQ
EARDHARQKARAAKQALIAAAEAEVRASASGGQPGGADEGQRGADAAGSSGPGAGDGVTGGMPPSARDGADDAAHAAAQA
EEEEQQQQEAEEEVNPLTAHMAEMGFPIHWCERALAETGDDIEAALNWILSNGELLTVEDSLRESIQAQSHAAAEVTAAE
AARAEAAAAAVAADAEVAAAVAEAGGGGGETAQGRDGEGNGGGGGGGGGGGGEGGEGQGDVGNAGQEQSEHLASRVTIET
LMALDDSERGAGSGEIAASSSNQGTEPGWPRVFHCDLNEQAELPLLAEPRLGAEQVGGLYAGEEITAVGQQGDWLHVRLY
EEDEDEDNDDGDEDEDDSHDDDEDDEDDDDQDQDHRYSEGDDGRRARDGGGRNRRNLDGEIVSCGRCNAEHLQEPLVWAL
RRTAGREYLRPGPCLESSGLGWDGLDVDRLPPPVDQAGPRPGPGQRGSTEVAVLGEGTELLVTEELEYRSGEVWLRLSAP
VEGWVAKRGSSLVALRGSAAAAAAVAAASVNGGGSSGGRSQDSGEGGEVADVALAKELEDCMEEEAGTELYRRDDRLFGS



RQGWRLPSGGDSGLGLADGRGSGGDATRRADSRVPGDRRASVVGHASVSGCWAAMATLSASAAKQKIASTAATLAVLHCR
KILLTVLLQSHRDVVAQTADRGAAAADALLSQRVAALVGVRDSPLPAVGGKAGGSGEVVAASPRASSTSLRTRAASRQFS
SFLQLVLFRGWHPGWWPLADNSSGRWSESLEAGEAGAGGRREDGEEEDENRGVLDDKEPMPECFRSLPVVITPVVLSLIR
AAAAQKAAASPPAHSSPKSPGTSKGLGLGQPSRSSLQLQQQQPFGAYVEEAILQSVASQLRLATRIGHGDHAWAPSDASE
LSDSHCLRYPRLRYVNWAARVVQAGSGAPTVPRRIFRAWATALRSPSLPVKQQVCAELSRLLDEAVQAVDRAHRAEAGPS
SAPAAVRAVTAAGGGGESSAVSSGEAVRLQRAAVLKRLRQCVEILPLERLRSLAERRMLKEGEDEPMLSRALQSIVDLVS
SAELALRVLREHDQVAAAAAATDEGEGKRPQEKADDAVATAESPVVGGTDGVPPPQTAAAAAAAAGRSVLCFPSPAAYVS
LQGRDLEPPWTAEFWLLRPNPDGTWEDGDEATGEPAADAACKKESEGDDDDDDDAEEEKGERSCSIRPLELGPSVALAVA
APPRGIRKAFSERLPQPPPATVSMARASSTPSSSVDLTHLPPMDSANGAPSLARTRSADAVGQDEEDGRAAGALNTDEFP
PLPRPLRPGAAAGAGGRRSSNRPHQQGRRSPVDAAAAECSDEGDGLFSAFSPGLAASAPVVPGAFSRRRVGKASRHMREV
PPPPAAPAATGGGGAGQEIFRPAWMSPPGAAGGRGGDGRGPGSPKQADPTAGGADGVASNESAAARKGEIGTEPAEYLAS
SQAGHIRLQAGGTVYSDSVVGEIKMDGPPPASSKEEKSGDGGGDEAGEKRSTVHSEALCVSLGAAGEKERAFDFVVPTGR
WVHLAIVASSVAEARTTLYVDGAAVDTMPVRMSLPMGCLGAGPHAQEASAAATGGGSFIGLLAQTRYWRQARTPGEILRD
LRRDVSGMDGLVGLWGCDEGQGSSLTDWTDNHACCLGRGGTEWVDVPRGAPVGPVRGHGRWELLAAAGLRPDVEEQGVPG
EEEGGGGDCEGGTADAAENAGGGFGWGSEGDGVIEMTGTFTRNAIAGVEGIWMRASTQVVTLRFRRSAAAAAAAAGDGPA
AAAGGKGGGGGTPVEGSVDWPEEQASAEFRGRIFAETSSSSPSAKSVPGAAAAASAVLTLEGKVGEVFQGAPERVGWAAG
AEIRGTFCKDGTDGTIKGKWSAKAVATALEPLQPGGMRLNVGLLPDRLLAAEGNNPGGGGGGGGGRSSGAGSGSGTDLAM
GSSCRSVWVVGGGGNDGGLSAAGRGFSALNAGLPSQSGPLIATVEVHPEPPSAADFPDPASWDAATAMTASATEERAAGT
DGTAAATATGSSSGGVSGAGSAEPGSRRLVVAEAPSVAGEGYQTGKWLWEWHIVSCGNRASVGVCRRDVAAISAAGVPLQ
GAGGGGAGDRADLWLYRSDGNLSHGGESTERMCPGGGFDSGDVVGVELDADAGTLAFLKNDAYVGGQFKIDRRSEGDDSG
DGEGGRGLFPCVSLRASGDAAVLLGLNPEEPSSSPSGTAEDPAAAAAAAAAAEPLPGAEAGEGSSGETAADGTAAAEGAS
SNSGASADAAAASASPPPPPPPPPSPPPAAAVSTALPTPPFYPTYFHGEFVNGLKHGPGVLRLSGKGGYWRGKWFQGLQH
GVHLLVGLPSKKGQAEEDGSPTAWLFDRGVKIREATKDEAKVPLQEWRALMVIRRAERQARESASKKSGGSGDGGGGGPG
GSDGKGGDGKGSHGGGGRRSKHAGRMSSRRKKYRRNEFQQMQQQEAEEQEQLLLLQEAVRQTRSVGGASGILGSSAEALQ
ILQALTAGDPHRVGLSAGPRAVAATDGGDSEEEEEEEEEEEDEEEEEDEEEDEEEDEDEEEEEDEDARLAVVESAGEVRD
MMARLEERAEAMEAMGARDRRDGEGKEGGGAGGGRGNLVVIEDDEGEEENHEYLIVSRGESKEETSQAEEKGGEVSGDVS
KVLPPTGGLRREGGSAKAVAAATAKAAAAAAAASGTKVGGDKHPDIVPGEYLLKVVYSKGATMRDGVEIDLAAVVGNLPF
GSTVVATARVICSCGIPRFKTRRGWISEWLRGGENELVVELLHHKPREPIRYQVICMGGAMVRETASISGREAKGGGCKK
GTMVSVAERLRLPDGTMRLRVVDPPENVGWISEKDHIVRREVSEAEEALTAEAVRRESILDKRRKARLRERREVERRETL
KAAGRLVDVEVTGNFAASARCLFLFDRARMTGGVSLSSDLGTAACTVSGNRGMVLGSRGFRAGLHYWEVKVDRSNWGSVF
LGVAPRHASTWNGYGFLNYRACQAYGSEIIYGAYYAAGDRVGVLLDMDRGTVSFVKDGDDFNMGRPVVVNMGIAYHHLRR
VGRTDAAGHHGLAMYPCFGVKSLGDQMTIGGQKWFSRRGLGHARRVRQAVDAIVAARELRRSIVAGAPPPQSLVDGARRR
YSKWRRGRFSAFPSRAGVSCEVDVTHAALQLAAGGVADDFGGIRVGQRVETPYGEGRVLGSLRADVWFVLDGDDSGAWYW
TREELSDLLNSEAAATTGGAPAAPSQGDGATAAAAAAVPPVSTSESKEEEKVASTGAAGTADDSTAAAAASTAEVPAAAA
AAAAAGPTTTAAPPCGSREFAALATEGWGSLALDDALVRVANVVAGRRGVPPSHLSEAQLSEAVEAAGPGLGGPALASMS
AEKLGARLMLLVELNARLSVALPLLDLSRESRAPLAVTKNDLQRAADVPGVSVGVRSPSGAAVADLRGLLFTQMKMSYWS
EVVQETTTFTLPNPDEYERPEEIREIEVNRVKARSMAVEADALNFGDKLRASLLGQLNEAMSDWEDRDLRRSFVHMQDAG
QPRAFYVRFKGEGVDDHGGPYRAVFQTAMGEEPSGLLGLLTPCPNGRNRFGPNQDKVLLDPRTPPTAAAAASGGGSTGGV
AAAAAAAGGGGPDPARLSLFHHMGRLLGVAGRHRIHVPLALPSLVWKPLVGATLGAGDLEAGDKMLGQGAGRHRRRTRRR
AVRAVEQLRLTSGSRCLESLYQGLAGVLPVELLGVFTAAEAEALFCGVPEVDVDLLQRATEYEGVRPTDPHVGYFWQALR
RMGREDRSSFVNFCSGRSRLPGSAAEFAMNFKLTAPHRDYDDPDEYLPIAQTCFFSLALPKYSSVEVCLEKLRYAIKNAD
LMDADYLVRSADGWENLR                                                              
>Esil_CBN76787                                                                  
MSGARRTLDGLVAGARKKTGAGGAESSLAILASVQPLAKLSQLREFVLRSVHITHPAYLEYCRGLLGAMVCIKPPQGAQV
GGPMEQSLGAGLASGRGRAPWEGQEQGRGMGQGRLFRVVGWDNQTGTHLLLSVPGVEEDTPWEQYLQVVLAEMSYRILLP
EKAVAAADPQPKTASSAAAGCGDDTFCAESPAKETTAAPCAGVWGGVEREAGTAPAPDTSVVKPSPLLMSLRSGESGGRR
GEGRAFSFGQEHGGGESADMELEEFALGESAIGTAGGGDGDVGGGAKGLKAAASTAASHLRRNVRSMLTAQQQQRQQQNN
GYSAWATAAAGGGAATAAAAAAGLSPLCATASPSSASGGPTPSTLAGGSSGGPTPSTLAGGSSGDSGSVAANSSTSPFPL
PSAFRASSSAVAGGGGGGGGTGSLVAAGSGRNWVSQFRAAAAGGKSSARVTAPSTPLPGTAAVVAPDLLKPGDSVEAQFL
LADQAVWTTSWYRGEVSKVNPASSGGGGSGSAAGGGVTYGVAFADGDHLGAVPPPHIRMFRGLRVGSVVSVEWPSKGDRP
FKGCLTKVCHGDGDGSPTTVSVIFEDADTEDNVPLERLRLGEDEYLAPPSPPIGLTSPPATTTATAAAASRTPPRVEAES
AAATAAAPSTPGSSTTSLSVQALLSPASTCPSTTAAPASPSLASPAPSAASGAAAASPARGGGGGALVGKPVASSSSSTR
YVAAGSKGGRKSPKRGSAQRGSPRRATSASAAATATAGGSGKQERGSKLSAGKYVRTATTSAAAAGSRGQQLVHGSSDPT
SHRRGGGGKAGVGMWGSGSGGGGSSAAASAATRRVWVRDRIDAMRWRPGCLMTEGEAAFAATLASVGAGGESPASNFMAR
LDDGTVQVPRPDGLMDFPTAGGTAAAAEAAAGSGAGRAGRNPAAKLASITGALRRHSRSAGIGGGGAGSEDDSGGSAATF
CKEPATPHAWLCSRQPRTPLGFLPRFGRGANATSGGGRGGGGGGRCGGRGPGGKSXXXXXXXXXXXXXXXXXXGGAGGKG
HSRGGSKFGSDPTSLRRHFTTVSSSEEGEAAATVAAVAGSGADRARGRGGGKAGGRDVGGSGRGGGAAGGGGGGGGGGGA
RKAGVSGVSSVIGQDGGIFAARESSGGGSASSGGESSRPAASGRAGKKMSIFAGFGKGGGRASRQRHSSGEQAAAAAAAA
AAATAAAGGGGAAEEQAVGAVPLQLEDEGLLQEQGWVYPPRVRLLLAVSIDPEVDSRADWVELEEDDTIFKCVSVLQARA
PAVAPPSSVAAAAAAGHAGSARGQSLMEGLMGLKRTIHPTIDRSVMGWTKRSLGRGGGVEHFFFFRAHVGGGPTSVAEGN
EAHPGVRVPSEGDIRGLSPTLADSLLLARSVRNLCARHRPDLAVSLDQEAAAADTMLWVNDKLADVSRSQLLQHAEQVMS
MYTPSKAVLEFRFAGEKGLGAGVTASFYSAVAAELQRRSVNTKLPMWVDNDSTGDPQSFLAPASGLFPAPLPVLAGGEET



GSDGGGAGSSACVGGGAKGKALAQQRRSVIGRFRFLGRLAARCLMDGQTTTAAATAFTAAGCVGAGPAADAVSPGTAATA
AASGSTATADGAVGEEGSKLTRAGAGAGAGAGVEEIGGVAHATAVCLLSVGDLPRLYNRPGAIIRNLFKACKGDKPTGEV
EGMPLADFLELSSLAMTDPVSGAALVPGGEDVDVTLDNVGEFVEAVTSRWLHAGTLPQAEAFRAGCAEVFPVHMLRSLSA
QELHDQLCGEEALEWSLEHLKEAVVPGAGYTRNSQPFCDFLACLSEMSPAKKRSFLLFVLGCPHLPPGGLCGLSPPLEVS
RKQGAGGAFALEDEIDRELPFARTCTHTLHLPPYSKREVLNEKLAYAIENSQGVIDRD                      
>Esil_CBN76485                                                                  
MSVCRQAPWQGRWQHAALSYQGYIFVVGGWREGPGCLKDAWRSADGVRWTKTCSNTPWGGRMFHSMVEANGAMYVLGGSD
GRQKLNDAWVSTDGRDWNLVTHECQWSPRSGHASICFENSLYVIGGEGSNGKLKDVWRSEDGAHWTRIEEDVRVARQGHA
AVCHQRRVLVLGGVSEGTEFMNDCLADTPGAILNNGTLVVGGGAALRRPSYGGGGGRGSATSFGYAEGGGGGGGGSGAAL
SRRPSSRASRHQSMEDDLWGWFGDDRPPSETALHAMARGDAAESAAAGGIGVNGSAAENAGVTVSTLALTERLAKLSAGR
VLLDRVRADTRSLASVVTSAVHSAFLGEGVAAAAAAAAAAVSGKAVTAQVSCPATRAVHFTAGCSPPGGRQRLRSGAEAG
SEAKQKEDEDEDEEEGKESGEEVASSVDENGSSGASGLGLAAAAESTGDDEKSGGQAGGLRQRVVEARAEIEGLQREIRR
LVRGGGEGGHAEETRARVAPLVERRAVLAPAARADAERMAKRLQEISEAQQSNHSNVDSAMREVERRARTAGGRVWALIR
GQSRQHSSHDDDDDDDEGDDGNDGLNPVTEGGGSAGAGGGGGGGEATASTRTAGGGGGGGLFPSEHDGGGGGDAAAPEWV
LSRLELTRMRRRGSFLDGDEVGPVRAAAAGAEAAAVSAAAAAAGEASTADSFGHLARLASVDGDGDRRDTDEAVSELRDA
MEQHSAALSRLAGWMFNVAPPPPPPPLPAGGSEAGLMAAAPMENHPAAVGVEAHGDLPSPSCPGPSGESGFEVAGSSSEE
DGVRAMLELSRESDVLESRVKRERFKAHRAADEEIHRTPEMYREACALGNALILKGHDYLSQALAEAGRDSAEASIMAEE
ASAWAGTVGELVDAEGLAAKGLALKAKVEELRNSVLDQEDVVTDCEGALDKRRRRGAKADELEPLQAALTSAEKAARRAR
RAGRKAAANAAALAHGLSPEIALDLPEALNPLIGRQKVVQDVSIAEIDLPLRRLKEYEAVRAMEDEGSTGGGQGRHRIFL
AEYDDETVVLKGYALVNALQRRSLERELHILDRVRHGAIIRAGAIVEDDGGNENPIPMLYIEARPRQPWELQEAFRQVMC
AVMHLHDSDVIHKDIKPGNILVHADGRFLLADFDVSKDTLGSNASATPAGGARGAEGGGRGEDGGGGSTPEAGEEGGFRG
GTMEAETTRTSFAGTSGFMAPEAVREGRGARSPDPYLVTGVRHGAPHVSASTGRGSWLGGGIRKALLASLGHVQPGSRAL
PHAFSPTIPPARFPVAEGGGGAAAGGGGSAGVIPRSADVATADLLKALLAADPARRPRASDALQAKYFRVSHVSRLQQDG
ALLEQTRKLEAVRVLFRTVRDEAKPSGPLKWTVKRDSRYLVPSVIRLVRTDAAGSALRRALKITFQGEAGVDEGGILSEM
YTLLFEAMMLPRFGLFENCDSPPPPTAEPLGRRPAKDPTEKSFAPRFSGAVAGAAANGAASVVDDPDDVSRFGAYLEPIS
GSVEEHVEEEEEEDDDDGDSFEARREAERSVVEGAAASGAGSGEGRAVSVSKMLPTARPGGYSDAQLGRYRAIGRLMVKC
LLEGRRIGSRLAPSVFKFITGTDTTLRDLQDFDSQSFESLKWMLANTGMRDMGFDFEDVGLPDKGPVTDGNKAEYVSAKA
RLILVGSRRPALEALKAGFAEALRDLSPGAALFVELLSHADWRVLLCGEEHVSGPQGGGGFPLVGVPGWQGGPHWGKVFV
LLLPGRPLGTVFVFGVGDALVPGSFRGQVGDHRALSAQVGGAPRGPHVLLPAGRSRL                       
>Esil_CBN76051                                                                  
MADNGGSSRGGGRGGRGGGSTRGGGARSRRGRGGSSRQQGGPTASTTGGGRGGGGGNNTPVHRAIGDETTDKIGREVSEL
VMSSRPDDCSKLEALLAQTHKQHPKRLQTVLHRNTTFSFPQGHMLAAACSNGKVAAADLLLRYGVEPNKQCPSGSTALSL
ACYNGRTACVKLLLGLPGSLRGPAVAGVGVPSRASPRVAPAYGANALIHACRCTNEKAAEEIVGALLEADPSLPLEAAEG
ALALHAAAVSGFPRVLERLLKSNDQLPDDQCETQLGWINNDNLCALQGGWGCVVVLVRASGNGIRNALHGSLSLKTDVVR
DRLLSFLGLNALVKDIRKQRDEVEKAGGNADVADDFSDYTMSVLTHVSAMYKAVLKLPRSALQGPQQSTTSRLLVEACLD
VWQNVCTCIARLGKMLLYGLQGQQEGEHGEVLYEREGLLFDNLWELVFRFLVPHADEVACFLADHDAGKGKSPTSSILKV
VGSAFPSLWTGLSEALSVVEGDVGGTEPDRFGALLRGYLAYLHLADDSEEHYKAIVKVVKENGVDTGLASSAAAAGGDSG
GGSGVRRGGRGQSAGRNPRNILTAIAAETELGIPEAFRELVVEQSDAVEEILDADPAVLENRLSVLLRIEGAVETPQKLD
YIASALEARAGRSGKGLELCVNRMAEPHEIVEVTMQQLAAAPPRAMAPHPELKFVNEQGQGDGPMRELLDLLSEVFNPER
TITVSGAGGGSSASDTSASATTASGPSPGGGASGGGAAGGRSTGRSTLNPAAAVFVKPGPGGAEARAGAAGASSLPSPPV
SADMARLAAAFLAAAPDDYEVPRSGGGGAAAMPSSRGAAATAPPPGVDRLTNASREADESEPWRSRGVRRIVMLSHEGGG
GGGNDGGGSGRRPGGGAGGPTAAPPPATPGETSTQIREEAARDRSRKVSEVAGFWKQFPLFRRYEPDPAAVVPRAAGEAG
VNSANDREGMESRLRFFRAAGRIIAMSVVSGSPLGVVMPEAVWSVLLGSTPTWEDCCGRDTQYLESMRKVLAHEFGKGEG
GNGMELYFSVSERGIDGKVTDVPLLAGGENKRVTDKNKQEFVNLATRRRALGGAEKAVAALRSGMTDVIPKNLLSILLPP
EVASIVSGPQGEVNLSELRTNVWYVESDGGFGCSHKSIRWFWEWTNELTESDRRKLLLFWSGSSRVPPFGFEDDALNEDH
RWAIDKGPAANVCPTASTW                                                             
>Esil_CBJ27251                                                                  
MKGRKADSFGPSVSRPTLQVMGGDALVEVIEGNRVSASSHFPTIRLSHVGVGLRSTGGRWYYEVTLLTGGLMQLGWAGPL
FQCSPTRGQGVGDHMHSWAFDGFRQKRWCVSSAPYGERWRAGDVVGVLLDTGLQEMRFSLNGRDLGVAFAGFAMGGLYPA
ASMNVGQGAHFNFGHAPFLFPPIRDGGSSLQPVSEALAANDATRPNSADSARSCQLPVRGIDGEDAENADNGDEHHREVS
LGRVRGTNVAVGTGDGQAFSTSGEDGQEREGEDVSQLQIERQALVENLIAMGFPVEWAIRAAGKPGIGDEYNDAGESDDG
DADTGGFAFASDAAGVERQAHENAVRNNEESGDRRWHDMYSAVRRGFLARNIGASPATAVFQPSSYGRASITPGTVTEAG
RTAIKSASSPTAPPFLAEDGQAMVDGLRSTSYGIKRVAMITDERDLPSLSRVLETALSILLARAAVVNLFSHISAATGTW
IPRCHSYVIAARFPSLLWANGPGDVSVREEMASPSPVRDSWRGGWGGAGAAMEVVDGILQMLAVEESQRSIVDLTKVFAT
WYVPSRSKHTGDVLSIDKSAAAGKGTTGVTGCNGSTKDCPPGVCFKLANVTDAIGQLPGSYFMSMRSLIELLVASVKPRD
EWKAWTSAKRLSEKWTKDDPTPSSSRSSDVARNARMPSLIRLLTLFIHEAISTFETGPVLKNVGSTGADKLPTEELNAGR
GRGTSVSELLAFRSNFSWALWVLDTMLKLESAGSTMDGPSYAPRDGRDPSTERIRTTSAENENISDDANLLLPEVPSARS
PQAFGAVLRTANSNNLDESLQTLAYTLCSNMLTLSRPAKRIFPGSMASSNASHETTETCLGSPEGDGYTLPPQELALARA
FSSRLRSQISAPGPSSSLLQSELELLAQWGLRRSIVNGKNRPREEGWDLEKTKVGADKPPSPGDWVHTGQNGADTWDVTT
GLFAGAEGGGDGFEIAPDTNSRAAGRGRGMGTAESETSLPSGLHTPPFSGALTPAHHNSLLVEAVSATSVTVSWGDWFET
GGEPELQVWVGGDGVALPVAFGKAPRASDLAQTLRSKLKRATNRRRDEGPSMVLLCTPFVASIGSRGCLTVHGLAADTRY
SFRLERRKTCPSRASPSVAAEFSDDERSCFPAAATVGANSTGTGGSSSDPLGADVADGASALTGIDGSHGGDGGGTSTCS



EGCTTVFTDESRCCTSSTRAVAGTNRSPSAGGRYVNKHSVDGDEFKWPSTGDRGRFCSTSEEFVLGRANGAIVAAVNVAT
PPEVPFMLDAEGCGPNLGLTNSNLTVTNTGRKKWSAVRATRGFTCGSHRWKVRIDRCVSKNVFVGVVSSASALNNYVGSD
RSGWGYLANKAIWHNKGKVRSYGDLFREGDTIETILNMDLGTLRFARNGRDLGMAVQGLEGTLFPAFSMYNRNDQLTFIP
PEENSSPPPVPFSWSAAGDKNGGGPTRVGGGMNVSCTYSNVLYGTFSAECVVRRAAKALQVLETLNDQGQLAPSPARADL
MDDIRSRLLRWSRGEHGRSVASVRPWAPVRLDTSEQARRDLFGLGVGDRVLSAEGEATVLGATRHALWVAVEATSSASAC
TPGLSRGSRAWGSDLPDNRHGDAGRGFTGNNTPAATSATVWSPSHQRFVGKSGSKITAWSRCTVRQIASRPEDYVISRHT
TPTDSVERLGTTTNVDDDRDSTGQHETAGEVAVVDDFLRTDEARNVLSRWTPKMDEELGRHLTKLADTMEVATPLDLPFN
VLEKLPSSTELFPGTDPVAAAEIWARAALLLYVDDLVFPLLPLISTTQGGRGPLGTLIHKFRHLIFKTTKLELLDNAIRP
ITTASSEVELGNGAPAFTIPLIGVKSLPRFPANRLNAAKPCPLSWGETRREVEKSVFGQVARHLSHRGKHVLSEGPLAFS
VELVDASKLADGESGNRDCLQMSDARALYRGVFWQVCEDVCSSPISMFVRSPSSPADEASLGASDPTAPVNNDNNVDGVA
FAANTPPRDHVRDTVPNPYFTSRGLSPVCMDPERISLYRSFGFIVGVAVRTGVPLPLSHLSSQWWMLVSNGECPSAATEN
APGVTRTLAGSPGTGLCSNATKEAPPKYIIDGVLSALSHLEEAGLKQEEMDEVLADARFVAPLSSGNSTEELVHGGLDRR
VTNQNLGEYRARLARLRASEYASQAAAFRAGMEAALPNRVLSLLTWRELEQLICGAS                       
>Esil_CBJ33693                                                                  
MSDLDTEGRRQFLRFVTGTPRLPIGGFGALRPRLTVVKKEVDVLPGGTPDSHLPSCSTCQVYLKLPAYTSRAALEAKLKH
AITEGQDHFALD                                                                    
>Esil_CBJ33640                                                                  
MQGSSSDDNGMAAHGGAAGGAGAGLLAAHRPQSDSAGEHSEDRSDSEDDGDSDDDDSDGDSDDEEEDDSDDGDDDDGHGG
HEAEMGGQGVDGEEGRPGVHPVFQQTMDAGAAAGIGLGGGGGEGWIARGATAEQLSLWGVQPPPGLARQYATRHGERGGG
MNMMTMNDFMESDAALNQMLRSVTPQGAGGAGAPPLVRVVRGTGGADTGWTEMIAHDLHAAAPGPSHNTTRLFPDGPSAA
TQAHAAPVVHPLLLRHVRAPGSTGSGGRSSGRGGRGNRGGGGNGGGGGAAGGRQQSVLGMLPNERLIWESHGVPVGGGAG
GGGGGGVVGMPEQTLVDAIEGLNLVVPADAAGSATRRLMQGGATVVPPPPPGGVFAAGGGGGRMPNGGRWTDNGQPLPLA
EGRTVIPMLAQGDQAFFALLLPSHALKGGGGGEAGAAAPRPGAGAGAGGPRESAMESVAAAEAAAAAAAAAEAEVAAAEA
VVEVAAAEVAAAEARARVAGEARLAARAARAARAAAATTAMAVEDTASVSEGEAVAALASSLSLSPRREPAGETATTPAV
TAAGSDAGAPPTAGSLETRGAAEEGGNDGAAGAGFALLLQQEDQAELLEAAGLDPEALAALPADMRREVLEQEARNRRMR
EAPGNAGGPVDPSRASEMDNASFVATLPPELRREVLLSADDALLSTLPPNLVAEAMVMRERIPHQAEFQAAQAAQAAGYA
SGVRAGAAAAAGAGGGGGGGGSAARGSSGAQTGSRGGGATNVASAAQAIGAARQALRNTHEGEWKLEADLKGSDTTPPQV
PRETVVMLIRLLHLLTPIRPHRLLQRTVLNLCAGHPLVRRAVVQALVHMIKSDPHRLRLALQQAAAQAKQDEGEEVAEEE
DAPMTSPAVKGKGVADEDEVMDDTDNNNNGGAPGGAGVGGPPSIAAGGDGGGRGGGGGARGRERGAPDPGDPSQAKTPEA
TAAAAGAAAPPPAAAGSSDSAAPPSAPSPRPAEGAVEEVVAAVAAAAIGDEGGSSDGGGSSAAAGGGGGGGGGGRGGGRM
RRRESLQRMTAMPGARFRQNVPRNMRPLVEEDEEKQGTPESQRLGRFVARHKSLLNALLHQNPTLLDKSLSAMVHNPRCR
QHLDFENKRAFFRSQLRRLRQHSTRRYGSLRLTVPRSQVFEYSFHQLRVRNAEEMRGRLHITFQNEDGIDAGGLTREWYS
ILARDIFNQNYALFIAAADGATFQPNPVSHVNSEHLAYFKFVGRIVGKAIADGQALDAHFTQSFYKHILGVTVTHLDMQA
IDPDYYKNLLQITSLPLEDLGLDLTFSADTEMFGRHEVVDLIPNGRNVMVTDENKLEYVQRITHHRMTNSIRGQIEAFLE
ANRLGGKGGKKDRKTISVATNNTEYTNFKTADKEIQWFWNVLRSFSREDLALFLQFVTGTSKVPLGGFATLQGMRGIQKF
NIHKAFGGSHLLPAAHTCFNQLDLPKYTSEEMTRERILLAIHEGSEGFGFG                             
>Esil_CBJ26942                                                                  
MPPPGRRRPRPNLVNASAVSRGSQPAWFLRKREEGWNSRFASDGPSYFDVPGAMALGDGASRTRPDMTKVTGAGGGSSVG
VGFSSSDKPAGKRMRIRRDMTPSLSRGGTDAPGARVSRRDLYLMEKMYPENPNLAITAGSAAASVAAGARGAQRHQGSIG
YPTPGDVRDDTRSPPPQYGNSATGFHGQDHSNQGEVVQGGGKASLERNATKLLAKLHALVEDWPTRSHAHSERRGQQQQQ
QQGRSKGHKKGRTKSKAKEKKASTGGIGEAMHARSSADVAAGCDRSCVEKIVAWSLVVSPESCRPKPFRWSSEDYLAKMH
HDLDFVSDALAKDAPAFGKGNPLLLTRSEAAGQPRAGQVGRYYAATYVILDAVNRARDAATAAQAGDPPGERAQEAGVHV
SRRGKGYAGGGADGVGGGGLGVVVIASDDESLSKAGGLVGGEGVERRKRKKQKPRTQRVPKEQTMQQQEQAQEVGKQQQR
LEQLERDQAGKRADPHTGGLLEGGDGLLDLGEEVGEETLSPKNTLDDEEDLSDAYGESFEEYEEYGQDDTTSPEIGTPQL
QEDHDSSEAQQFQGKGGQLSGSHEHLLATQLDKEAEEARELREAEQLKAREADEAHERRLRQEEEEEEEKEKESRRLREA
EEQQVREKEAEEAHLKEEESRRNREEEQHRERKANEAHEQRLRKEKEEEEDRLRMQEAERQRVLEEAAEEVRREEEEGRR
LREAEAEEARLKDEESHRLREIDQQRERQQAEAYEQRLQEEEAQRLFEAEQLRNEEEGVSGADEPQYHANSDVGPGEQEQ
EDVGMPTRIGDYDVDSLLGDGAYGWVYKCYRRRRSICSTTGGSVRRNTETDGDDDDITAVVAIKQFKGLTDMEDEHTRNY
VRLTQEREADLALSLIHPNIVRCLGTINAGGTCVASGDGGVGREEVAFLIFEHVPGTLLDLIQEHPGGLSLLETTNLLGQ
LLSAVDFLHQHGVVHRDVKPENILVDKKKTKGGVPTLKLCDLGTARKASEIGQEFNSRDTIARSADDTTRDTPRTWTEYV
GSRWYRAPEMLAGSTHYGAEVDVWACACLAAEMSSGRPLFPGEDEGELAASMAALLGPLPLDLASRLREMGYTPPPPRGR
PTRSIEACLDGSTGTHEARRSNPRGSRVGGSGFDADTLGIASAEVGESEEQRQHYRGVLEILGGMLVFDPASRLSAQECL
LRASVFGSGSADADASFAGRKPSAGDLGDFETRRASTTRSSRGCSSSATKTYGSGATAGAVVGGDDGSSLTNDSKDDDEH
QEDQTISATSEAVSAGNDGREPADIVAGPFKAGEGFTVGSKSPSQFEAPVPPPQETTFLGEEGYVQKRVAEIEEKVEYYN
PGNKTNAAKGQAPTETMEEDSVRTIATTEAAGEATLDRSDASSVNGEGGGGPTEQGQRSAEGAPAAGTSPPSSGETRTIS
DPSTALDSRIAESATVEGETTAQAAEGVVDTTRADEVGDEDGETKRWGGREGGQKKGNTSDNSDDGYFLADDGLEKSAEG
DNKGNEQKGVMSFGDEDYGSDSFDEGEQHEEDQEGALTTRGGRTSFFPNPPELSAAVDAVLEAEPSEITQSINDNTAAAS
LDETEEASLQHAAPRAVDIEDTADATASNSKPDADKDDEGKTEEVTKGMEEDEAENGDGWRVTGAFRVLSASGPWGEMAV
NAVKGLLRQPRDQQHQQQQRQGGSTTPVAGVGYEDNGKVTALFQKALEARGETGGHVRRSMERAFASASTSEEPNTATET
GDKAAVPAPNGVGKALEAFAAAAVAAEGEGLAVSRLARLTAGLARCVDGELQEAAQTCQAWAAHARQGKRPAHTGDPLLE
CAEHLNSSCPIRQTKISTVGGDGGGDSGVRGAVDGVGGVCADFLAALCEAADRGRSSATADIVHASSTLETLSRVVCSLA
PFILDADRPKVERDENLISVATSLGLDEGLARKTLRPPSLASSYFLSPAGQAVLLKAALTQRGERRINLVTTREEALEQI



QGALERDLPPPDRDGRGDVGGSNTITSGVAPLAEALILNPYYLSSWGNKKVLGQCVEEGEGLGPRKELFELASRQLSERW
RSPQTGLFSSPMKATARGRTAEVDLVISFSASDAPERAFYSRVKAGWRIKVGSQTRILGSVKVEEGIGGDDSSRYSARVT
KLWVDGFQSEEAHLQEASCPVLVYQEGSESKWLDAKADRSNDEHRKRLRTLGALLALSVTNSCRLPVELPDLFFRWLLLG
GESAVVKQKHGQQLSPSCPSFEPSVEDMVALDKSLERPFEALKDAVQSDDALKGLLEIEDLPADTSAADYIAHMGSRGEL
QQKDKWRHDGKDFDFRVAFSVYEDRELVTCVPLHEAFWSVVQIELSPEERRRLLLFITGTDRLPEAGCETLSIEIPFEVP
GGSKDIETARLAATKSLGQVPTAHTCDNILELPNYWMLLMRHEGRDEKTQLSDVSVGDVSLVVLDEGLNTPTWSQPHGVY
VGGIRRPNGIEE                                                                    
>Esil_CBJ32988                                                                  
MLMAFALHQLKTAVSLSKFLCPTQAVARIFETAHNYADNTDTYTKISIPGAKRIRVVFDERCSTEMGCDFLRIYKDAEHT
AYWGEHKYNGPATSRGKIWAGVAGFPPLTIEANTIEVHFHSDASNNDWGVRMHAYGIMQEPTPEERAAYKELQEEVGDPE
TELACWLLEALAKESQSRYVKALMHRFSTMETLARFLEAADNKAKIWVVRLISSLLQSACSPKADGDSLEAADWDDRLEA
MFEPAGPVPVLLELAKKEAKAEEDKGTSTRSPLLQALVQACVVADECDKKRGPGAVLRDGAEAVFPRWSQRANVERSDDD
RLVRSTSNAIDTAPLVATPGFVAPVGMGGRGVIRWHVKVLAVSESGPRSGLRLGVFQPNTSVGCPSWLLTWGCDGNLQMA
GQGMPLPYGPKIKTGDMVTVEVDALKKEVKFYRNQALVGLAFGPDGSSARIEHDETPQFPPWRDGEALHLAVTLGGKDNA
VQIVPPPVPLCSTITSLSPSGDTTWWGARLESGKLGAIGGEEWLEGVKGSMELMSAVLKRELPATFVAKELLPSCQERAA
LTLESSHPLGASHTEETVTIKGATSLEVVFDVRTSMGPGDKISVFRDNDQGLKRVLQGLVGATESSFGSNNSAEGSKSSS
GALASIAVGDSVVRGPAWNWGEDDGGPGGYGTVIDIRPWKGKPRSGVKVRWADTSFVGLYRWDHEGCFDVLIVAHGSTST
KPVVIKGDSLSIHVDPDSVSEPSSIQSSSSSASTPRLRLRDGASVSVKLKPSMGRDLLSGEFTVEAWFRLEASSDGGLES
RAYPLLSRSIMEGISQINIKAVSTTDRRRAAVHVDMYQSNGLTTGISFSGGVLAPGRWGHVAFSIDAAGSAKLFVNGSEV
ASASFQGSRMVLEDCDMVLGDSLDNVGTFNGHVYDLRLWSTALGAADVTMRLKVLPETGSPGLVVNFPFTEGEGAVLNNR
GSFSEIAALPNLACTWTTSVEPPVEPTLSHWGWRCTVTPIYSFEGLSGLPEVEEELEALRGLYGSADVKHDQALVRYVNS
FAAKKSYDAERLLRCSWDDMAPSEEDLVRDPLLRELFLWHRPPAASRGSIATKEGGGAAVQSPDGGVEETKGEDGVLAET
KEDGKGVSGQAGDGARGEGKGAEGARVGAGPLFGKKKGGIAARFQVLQVMNRKLREALPYFDLAQLDCELSAAHLLSNCR
GLIFRAIKESVLLSMNTMHPRSLRTHSKLYNCVFMGERSQDAGGPYRESWSMYAQELQSSALPLLIRTPNGVHAAGMGRD
RYVPNPGATSPDQVEMFVFLGKIMGHAMRSKEYIGLNLSVVVWKALVGQEVQLSDLENVDVLLTRSMQDIRTIDQKGVTR
TLFSDIVMENFTAVSLDNREVELKPGGKNISVTWDNRFEYADLMEEQRLSECCSMVKHIRKGLAMVVPLTVLGMFNWDEV
ETMVCGKPEVDVDLLEAIAEYSGCRKEQPHIKFFWQALREFTPQERSMLIKFTWGRTRLPLTAEGFSQRFKLQNFARSPA
DDYLPVAHTCFFSLELPAYSSLEARRPTVMKERLLFAAFNCSAIDGDDNFAGMNAAALGWDWDEEEDVGGEGGAQA    
>Esil_CBJ32015                                                                  
MLVTLPRHQPQHYFDVPLRVPKAARTKYFAPDVSSSHHRVSVFPPRLSSRRLAVRLLQVFSCGVGECVGGDGRDRKQAAP
VPSLAGFPTVWMACGNSHSVVIGAGGDALGFGLNTHGQLGVGEVEGGERPAVLHPRPIVGTFSKPLTLRPAAAAAPDDAP
SPRDSNATGAASATSTRPAPAGAEGAAAAVAAAAAATAAAAASRVGGDGASGGCMKSGATPPAFLAARAACGQSHTVLVS
TAGDAWACGRNRSGQLGVDPNIVGETSTPVRVPLEGEGGGGGAVEADAVQAAAGRAHSLVLLSDGRVVGFGSDEFGALGP
TEPPAAAAAAVGDSMEVDTATPRSCYHWKPTVIEALSGRWVASVSAGGEQSFVLAVGPAPPPAVGAGAGTAHPAPPLPSF
TGDAASVAGAMGWPDDKTTVAAAMSVDSDSAAEQKFTPAPAATESEARREGGGEDAGGGPGSLAGAAGPLVRRGSEALSL
RRRFSLPPTLRMWTAGEFLQLIRRAEAAAVAGDSSDVEGEASRGGAEEAAVLEAVRQTFASPSVLSACFNIEAPAEARHG
NLGRKQTGEGRGQGTAFPRVDAAGLEAVYAGLAGLGPRVVENTVVVDRGGIHLLAKCGGVSGPGQGHGHGEDLQDGARAQ
GARPLVAHAQEDYSAELFSSRLVKPMVEHLSIWLKRVGQRRPYYPTAALLLKWLHSINELEGTPKVPYEDFFSDYISNMR
ADNVVQDLLTWKDQHPSVRIKRFFLCEHPFLMSTDLKKFLLKAEAQVEQDKAAQASGHYVPLVGVVINPYLVLTVNRTHL
LQETLAQGTHSTQRTINSATAPAVHFYATLLAYAPSSPSSLYCIFPTLWLGGFALDPKPPPCCAAFPPHVPRPAKVSRLP
DADLRKRLKVVFRGEDGVDEGGVTKEFFQLLTVQLFDQSFGMFVPAGEGGRVLWFNKDCVWADEEYGLVGLLVGLAVYSG
VILDVPLPLVVFKKVLGEQLSLEDLGDIDPGLLKGFHQLRDYDGGDDEDVFGLDFRVTWDDLGMERSHDLVEGGANIPVT
SENKESYVELYAQFLLVGAVSRQMDHFKQGFLRVMSGAASISLFRAEELEVLVTGTSELDFEELAKATEYDGGYDEDHRT
ILAFWRAVGRMPAEEQRRLLMFVTGSKKAPLGGLGKLTFKIQRAGPDTDHLPTAHTCFNTLVLPEYSGEEKLTRLLKRAI
AECEGFGLR                                                                       
>Esil_CBJ26296                                                                  
MRSRSPPPPAGVSAHGDVALGLMMNSVALQSLSTLASLATVLQAVQVGDGSGHGGVDLIRAPFAMLADLLEKFPPKNLFK
YWSPLPSEPERRLPVDPETATASSCASLARLAVTGGVHVGWKSTYTGSSVVTWQVALSAPATDLTSVQVQWRAGDPSTGT
DQNALPLTLSIEASVDGGKEWHGITGGDEAVDAALAHKASPGSSQHRYPVSLLALRRKTESRRKALEGRSHDAIPAVTHV
RLKMRGAPGGRPGGALSIYDVAINARDPSASPSDVMTVLHQLQTFLLAQHSRDEAALQDYILRALLGVCQASCALEFELD
LVRVYMDMENYSSPSLLEEEKCGGESTSGAARETQTDKLGRTEGLQTFVSTLLSAASRAKRQACRQDPERVIRDAAFDPA
LSSKWVVVSEAGQLVSSAADNGHTHSLLHQCLRRGTWSWELALERESSGDETTCVGVAVNPVTNSCYEDSHQMWMVRCYS
GETYSNGGRRNRVTRKIHPLDSVRLTLNCECGTLNLEVNGVDQGVVFSNVPPEVHPAVCFYGVAKSVRLVELKRIFGEGD
DDVSDSDDESDAEATPVQTPPAAQHEHQPSAETLADTGDTGDTGDTGDGDASASPAQTVGAKKEACVGADGVSPESPHKA
SRQKAARREAEEVASTIRAATAAAPSAGLLASLANFAQWYVPRDQEGDQLGPAEHGPGRDGLGRSSMTPVPGSDPVAQRF
PAAPAPSTGGWGVVRSGVPPEAVSGRHLGINPNDLFMDFSLAVRQSSSGLFSSMMPGRPVPARRMSTTAAGTRTARSIFA
RGEVAEHRRVPAQATTTAVGVEAATATQGRKGKGKPLALEEPYIIQPTAAVFQKLYALLVRSLTRLDDGTDADKTSTASS
ILSLLQIMRANFCRLVDAHVDPAEVGLLLNYHRHGVGAASEASEQSGDEKLLPDILHCLQGIMLKQDGDPSLLKATVDTF
TSGLPLLMPLVQNRLHLLLGLVWHLQSSAGAVCDVPEGLGAAGDLPDLTSTGRDASTPLAQVPRERVTLLRDLLTHFART
DSVLQLLTLFEEDEAERSAVSDLLELMLTSMADRACRCASQHGRGNSAGSSSRPGSGESDGGPNSYWDQLVAGGAGGTTL
SFTLLDTCQQHLLCMVLERDCTANDPYELLLCQYGQCLLQVCCRVLSADCPWTDTEAENDESPWWKLVGVLLAPFLHGLC
MCVDRPRVAEGMLPSLVRLSEVLSHRISRIPGEAAAASYAEDILRRTQLTNPEEGLAFTPSGWHPVRASFEVDKDSMTSF



SISEDGQLYSALTSNNTCALLDVGVSHGKAAWEFVLEDDSPSDECSVFGIATKPPYSRCYNSSQSLWMRRAYNGVLYNRG
RQLPAGQSMSKIHPGDVVRCEVDMDEGTLRFSVNGEKQDGGFDDVEGEVFPCAGSYRSGVTIRLLKMEMMGGLGLGGGGD
LGAAAAGSDPTETAGPPGSTAKEGMTSPDAHADVGRVVVADVDAWDWVSVRATRGFAALEGKHSVEMEVTPVGARRRRAV
GSTKSSGSEDRNTLRRRYPMAFGLCAGTIRSLDAPIGQLRGSWGWWTDGSLRAHGKVFIPTEAAGDTLYGSEFLPLKPLD
VITMVTDTVEGTLRYLVNGMDAGIAFGPAGSGAVCELPDGQAPFEWDAGTALFPSCSLTNDKQMVQLRPGGTLGTQLWPL
SVDLHKTVASLVGRLCATLIAGTPQDEAETALEPWLRSPLLSGGVNAPEDMVGESVWRRLGHRSWDQAWSAEKQGRLGDA
RPAMPRADFDPTVVEEKFVSGDRRPRSVPDGGIRLTARIVEATKMPQGLVLWPDAPCVRLTATVDGRRVSCQEELLTVSE
PSSPVTSRERVELDQGESPKTHADGRPGQGEVELELRWPQMRALIDGADADEYLPALALRVEVLVGRVVTAAGEVDLGGE
LKASLSGAGSKRTVLSLTGGGEMVFALQFRRESVSPLSPQEAQQPQRQGGVPTLSSVCEDGHSQTNDESVEVVPIDARLE
HFLESIAGRGLTGAVTSPASRVDSSSSPVVCSTAEPPSVGVATGDSSLGGRRKAPEDRYESLLPDLMDWLGRSNPDPAFL
RVALEKTDSYSFPLVEAPFLAALLKHGGLVGEAFHAAEMMSAADKEAGMGSSLPVPTKDMAKLWARVRQLRAFLRTQKQE
YKVTAVEGTSSEADIAKGGGALNRETEDMPEAGEVVQDEKNDVEAEAEEKEALSSDAQAVDREAVPSTFDDLCHQMAERA
KFLLELSPSTVQSPSAAAEGTSALMQHLAEEISDLATPSPRKLQSRLLRWRSEDRGNERWKGVVDVLRVRSQLRRSLSSA
HRPRAKSLGNRPAEIAVLHGHSHGHGSDLGLVGEDSSVCSSGDDSDDSGNGPLLDNETAASAAIQACTVYVVTGGAAATP
QALKASLRSRTARAAMRTFGLQALASLLGTLSPAERGAMSVGTSSAVQEALVFLRPAFQGLRIKRDKEGREVEITSDARD
TRHHYLKGLEGCSAGLLARVQGAFEDLYGLLRTLLDDSLRTGQPGLAHVLMTSWALDFESRDYQFLAHKSGILPTLQAMV
TLTNTASLASSSLDSLSDTSRDTSRDTSRGPQKDTMDSKTSATALQSWTPWSLETVRSGFLQGTLMARDVARHISRIPPS
ALPSGFLEAAGLHGSASDILGRHSMAALLRRYSALLRVHLKHTEARVTKMDQEAASRRKRLEEVGRERVTQMVARGVPVL
DEREGKKSPEVQLTALCSWATVPAVASVACTFARGVTYACTPAGAALSGVAPSSNSGNYFEVTVMNPGEKTTIGIGLADP
DVFPATKQMPGWVDHSYGYHGDDGRLFGRAKTDSIWPTWVDGDVIGCGFDSVRGSIWYTRNGELLGDGFVPVYESNLVPV
VGFHSNGESVRINFGVVPFAYEGPEVVISPAVLAERKLLQREAQDLSPAEDKANNVVDDGDQTADEEKTEGGLAEEKERS
PTDDDTARSEKHLGEQAEAGPIDHAQKEITPQMMVPSMRVLQRGASSLLRFLVAVSMRQAPLASSVRSEEVGLQASSNEE
PRQPENTRQIERGGQERSSPNVDGGTAAAAALPPTRERSMYGTPLKQMQTHVDNLHQDVFDLILRELRLGALSLEHIVST
SSRMEARELANQNVMAFDGDSKAPSVGKPLVVGRAVKPEMQRSYSHGHTQAAAGRWNGSIAWKGLGGTAGFGREREDASA
QTLGLLALEVGEVEPHMFRQLALLCSVRQYAIARTQLAHPSALRSIFSLLKVGSPRIQRCVLLLLGAVLPGMEPTVVDDY
LPQGWRGRNQTGVATSSTSSGPGSRKDREVVGVGQSSYPADGLVGVLFSTVRHAYSTPPSLPGNAPSDSAGTVDTGAGMH
VGNDSAKDQSSRGQGWLAPGCNHGFGGGTLDVCLAEQCSSLLRELYKEPAWKERIARKLLLSIRTAASSIRTSSTSPDVD
GPRTGSPCSSPTGQALPDVISDAVAALAIIAGGSGVLYPGAKVQSKSGVRGTVVLFSAGDAAAGVVFDGENVENCERVLV
RDLETAGVGFCADPDTPAQPVVAQLLSLLAALLHSNEVSQALKIVDARAMVWLRVLSQCLMAVLQLSVQCSDAVVAACRE
GDVVANVLPHLFEVAVCPVQLPALITAQDFEGRWRSAQARMLSALRLGHGGLRTLRPIQRHPLPPPPEAPTTRMESRDKA
IAPTGRPAHSPTDGRDALSAEESREEALLHPRRQIEYSDPILEVARSARSGGRGRLMTLGDPSPHRGWGRGWGSGMSGRR
VVGVRGALDWAGRVTRDEDDSRREGSRRRLMRSDLSHRMAARGRRAASAESRLDPRRAAARGLLDYDGLEGLEGFAEYGE
DESGALLVEFNDGADGEGTEGREAPGLEGGSAASADSGDTSQDGDETLTGGEGKVSAKSSSLPSGASENGTNGASDTTTE
DNIVSGLIGADESGPPRGGGEAASVPSADEGLNLWESEGGVQEATTPCDMISMQCAGLVCEHDLVPVLGLPRPPTEIGGT
TGTAVTTSSLVREVDLLEPGSMLVVTAGEGYAPDKSCPCVTVASEMDFSAGSGRTGGVARDKPSAGDMDARREGECRAER
ASVTRPSKTVEANRWSPPQAANASVVDNDEVLVEMMDGETGLCLGKRVPVGDLRHSTSFFGRELDSGGNTVKQLLGDTDK
ALATLRARSLLVRLIQSIPTPAVSAAGGPHGLLNITRLLAAQDLAKGKAPASFGSVSDDGGNDADQASVGSVAGDQHGGP
MLPRRGSKLVYKPPSDQDSLLKMLWRKVMDSPEQWISGEEQGTGSAVLGEMLAQEVLDSFNTLTTTSQVMFSGGWPPREH
SETHGLAPTGKTTNNESGGAAAIEEGALATESITHESLHPICTPLSYGGHIKVDPHCLGMVIKLDSRSRTPSDLVRLRFF
SSKEDMLNERDPVRVMHGHAVERAARAKAKGMEFFKIEEQERASSIGPGSSPGPSGSSRRHVLTSRAMTRAMCEAHSQMM
ARRKTRSKETPAPTNLGSSFRSFALPGVHELWFRFDAPPGAEKPLIQVASVFGSLAPATPGVVRASGSADTPSTATATAA
CCDRDEDLIQEELGLQALFTCVGEERERGDDSSSPAHVQDQDGSRSSESRRQGIAELPGCLATAADVCLTSGRWFYEATV
GSLVGSTPDGEDADDGLVRVGWAHVDLPVSLRAGDVWKDESKRSDTGEEVPRSTTGSPEGASASSATADNDERLRKKAKW
KGVTFPILGSDASNLGVGLGQEGGVWLGGHPREQKAAGFSSSDVLGCAIDVDSGAVWFSVNGRWAGGNLGEQESAVMLKK
LGWGHGGGLSNGITPCFSVRGESCVSVNFGTKPFKFPPPGQGFLPVILRDEQGGEQEIAALTGAASAQTGDKRVTFAPEA
KVSSAASGAVPDDWGFRFVVDPLRGVHYRVVRDLELICRFGGRTRSGNPPSANSTFGPQTISIWRPKAPPGWFSVGDVAS
RGLSPPPGAVVVRADATGCMVSKPAKFRVVHQDKATGFVVWRPVARQGQVSLGDFACAKKASKGIMAGAVRCVAAWAVEA
CPVVECLWREEKQSGTHAIWSAQNGLGTFFGSQTGGRMGKKEVTQGPHSRVERQKRKKKKKKKKKGGGGEESSEEDEGER
IKLQPGVGEGWALKGVSASCITNEWCQESDVISGPAPQGSSVVPPIPATAPPPPPSSGVTSPVQLEERTAHDEEEEVAVA
DIVADMGRKPQPSVSWASWLLSFLLGHPPLRRLAMRGALFRTLVAYLRSPGAPHRLRMVPLLTLLVRSHAEFADSPPPLE
ELSGLLAAVLRECDRLTCGRGPRSAAWRSGDCPGGVQLETSWANESLLLLTDLAIATRQAQDAITQRSLPQLSYLETEGK
ECLETTTPTPEHVDAVAVAGEDDAKKNEEEGEEEEEEEANGVRISLPPFGTRPEEGPVEEAGQDEAEEVGSAERDLGDRI
LVSVRSLGAEDRARLEVDLRNSVLPDLTTFAPPVEAGPSAPVDPLLQGAEATAETPSRCLQHLLEIMDTLRALRDGWPSS
PEVTGTSVGVGAGDEPLHLDAILCEAWMDAVGPAVVVESDHPFRKGTYSETLHLPGAEEMVVFLDPRSSMQEGTASLVLE
GKDKMISLTGQQEAPWGEVITFRGDSITYRFVAQADGEAAVANSVVTGDPEVDDWGFRFTVVGDGPVWECARLQSHGSQV
GADAVGEAPGHETRLRGALSLLVEVDQMHPLPPDCSLHVFGFNPEGTPVHAGLLTENGAQVPIYVQGDKVRIVPSQEGAT
RVDLAADSKDPKDSKEGDALGGPKAAHAACESKDASTAGVMAAYGELGALPPAPGTPELLDLDLDTLPDADAKLDRLPSN
TPVLGAWGGATGVEHRWRSASGIDDGTGPMPAFHGVSYVSNAATVEVADSDAESKDGSSNNNSPSTSLRERGAWPRCSTL
DSVIATALPMLEAASSDMSDMPDLARPGVEIVAVAIERSVATNAPMPGVSTRDEVNPSGVAVGDDGTEESSRGAAIHQDL
AGERASGDSSQPRECAGAKDVAEGGVESASAAVSTAECRSSRAWEWAVRVQAAAMPRQARLRLFLNKRLSLQSRGGAPSL
QQARDWMKAWTPAMDNGLLNLLDAASGEKSQKEEATSGRVAEALNPWCCMLTRAEAKFQQQRLATVPAASLHIRAALLLR
LNDRIERVLPVIDLASRQPDSLGWQLREMNHLVLPHIKVPVLEAALIATQGPGDGVAVTLDNIKAMVSRDRGERDLTSSQ



CVFAQAYRQLCDTDPKVLRTVWDGERVFQINFVGEDGVDAGGVFREGMSRMVEDLFSQDFDLLVPCPNGRHAVGQNNEKF
VPNSQHSSPLALSMLRFVGRLMGLSLRTRLCLPFQLPGLIWKRMLGLHVDFEDLSMVDTIITQFITAIRTCENDGLTTDE
EFRGMYGDRLFFTYTGSDGVERELTPGGAARRVTFENRLTFCRMVEQARMHEFDAQAMAMAAGLSEIVPIKVLRLFTAAQ
LEIAVAGEPEFDIPCWKEHTEYKGYRPDDDTVQFFWKVIESMSPEDQSGFVRFAWGRSRLPPKPFWRVNMKLLRSNMSEE
SLPVSHTCFFSIELPPYSTEERMRKGLLTAVHFGMGGILNA                                       
>Esil_CBJ31085                                                                  
MSPPDLSPTQLFDQSSGMFVPAGEKGRVLWFNKDCVRADEEYGLVGLLVGLAVYSGVILDVPLPLMAFKQILGEQLSLEG
CAGRRRLFFFFFKGIVYKELISILGYESR                                                   
>Esil_CBJ31084                                                                  
MERSHNLLEGGANIPVTSETRRVTRNLTRSFSWSGRARGRWTTSRKASLGAEELEVLVTGTSELDFDKLAKTTEYDGGYG
KDHCTILAFWRAVGRMPAEEQRHLLMFVTGSKEDALGGLGELTFKIQRAGSDSDQRPTARTCFNNQSTRERKH       
>Esil_CBJ30589                                                                  
MSSYFDLDDDSSQQPGNSTCSKFATCESCVDYFGQGDVGCLWCNVPKDGSRGVVGGGLCVPRFGTQDSCEIGELQATCQE
GAGWYVLVLTLSALLCCCCFLTMARKFVAMWHERWWLASGGDLAVPLLDDDGEEQQHEVIFRSSLTDSAGNASWRCPVCG
FDNRPRCKHCDLCGMSSEFAEAYWKDKDTSRPKGGATVSKKPSETSVEEGKAGGGGDARPPFSTPYSGSGAGEEDGGGGC
GELGDAARGSDSTEATEMSAAGQGGDREGIGKETDGGDAEESEVANEPEAAAPPPLLLQAGTGLMQGGRWVEGTRGRRSN
GGGTTAPDDNDDDNDDDDYIVGGGVGGDGYGSARRVGASLGGETKDGEKPRAAPFRTVRRLGPLTERQKRARRRRIWQRV
IGPDGKMRWLQSLESPATLAAAAAAAATAAAAAAAAASASAASATPPGYQPPLITPPPNASSTAVAATGDDDNGARRGRT
GAGGVSAAAAAAAANASAVLRYWTSRSRERLAEEGGAGPEEDSATEPLLQGQQEQQAAVAVEAGEEGDSSLSAAERGESS
SSSPPQSHGDERGAKREREGSDTRSDDGSWARLSSAGSDDGGGAGRPNGSGSDGGSRTRSRTRSKDKGKVLPAAVKTASA
AREAVTLTRRDSFGDEIMLTKCPGFYATFLEAGGLALDEALDGEIVNQAHPLPPSATRRGQLAGEGAATPSSLPPGGGNG
ASRGRNGSAGAAAGAAGAGALGFGLGTGPAARLGAAYGNGGWAEGTARRREARREEAASEEWIASTRKQVAKLCEVASKP
FWQKHSWFLDQLKLLQVPHGGGMEAMRIEVNRKNLLEDSFAQVSAMNAGELRRWLRVQFVGEPGVDAGGLEREWFMLVCS
ALFDPSTGLFTPQLGNGAFAINPSSGVANEMHLEYFRFTGRVLGKLLMEHSVAPYHLSLPILKHMLGLPVAFSDLEFADA
ELYRNLQWLRANPGAESLGLDFTVTLESFGVKEVAELLPGGKDMTVTDANKEEYLRLRLKHRVLDGTHSQLWHLMRGMYD
VIPSHLISVFDYQELELLLCGIPEIDVSEWKRCSRYLGDYRRAGENHVVIKWFWEVVEAFSEDEKARLLQFCTGSSRLPA
HGFKALQSNDGSFRAFSLQSITKRDSAFPRAHTCFNKLDLPTYESKKELEECLGLCICFELTGFTID             
>Esil_CBJ48381                                                                  
MRRLTPGTTKRISLIDRSMKAESNRVLAEVKTQSTRSRRLLHAMPYCMSLTQRMRVFEHLVKADKQRHQPENTPGVPIRV
RRGHVLEDGLAALGSGGRAEGQTKRRLIVMYTGAAGHEESGIDMGGLFKDFWTDLSALAFDINYGLFRVTKEGLMYPNPS
SGMVHGSEHLRLFQFLGRILGKALYEGITVQPEFATFFLGFIRGDYNFLHLFHDLHGLDPELYRNLMFLKTYDGGDVEDL
CLTFTVADEEFGANKEVDLIPGGSRRAVTSANRLEYVNRVAKHHLVDGVKPQAEAFVRGLWEVINPQWLQMFSEPELQVL
ISGSNKTVDVEDLKRHTRYSGGFVGMDRTVKRFWSVVSAMSAKEKAALLRFVTSCERPPPLGFESMQPPFCVHRVGIRSD
GERLPTASTCFNTLKLPTYSSEKVLREKLLTSIFSGTGFELS                                      
>Esil_CBJ30487                                                                  
MSSSDASDLVDSDDAEVSSPPTKSSRSRFLERSAGKGKAASRPKAASAAPCAPARNRRGIRKDYLQEEERSSSSWHGSGS
DDSGGSSDEGGGGGRRGQLADGRKDTRKNPRVAASRRRATAKSGGRLDSTRSGARTEASTHRQRPPNSSSVKAPPPRRKS
AVGKGPKRADSDSPYAGCDDAEDSEEEDQEFMLEEDMPAAGSRGLATLRGGNAARRRTRAISRTTGDTAHGTATRSGARK
RPIRTSTAAGFPQLLESASDDDDDDQSLLSVATVKPPIKHAGSVSGDSQAGGGGGATSTLTPFALSDDDDDGCLRNTDSD
DDGTAGGSGGGGGGGGGDGVSSNSSDEPVLCRCGARDWRDGTRWIRCDVPGCRTWEHLACAYPGEALEDRGGEEGREEKA
HVCGGCQAKGSSTAAAGATRGGRRSLTRWGDDGPSAPSPAHSSTSLSPPVGQNTPSGSQRSPGAGSPSVRRSQRVSRLEG
MRVRLRKNVVGDEESCSSSNDDPSSPRVGVVRIGGVDGDSIDHTEEDGESESDGFWAPEGQVEISQEYRCRCGATRGDDP
RGGAGDGDWVQCHSDACGLWEHAACCDHGCSAPSRNATTRRHFCLDCDPKGKKHARWEDKMRKKLKRELAARQAAASGRA
ATATATASGVATVTGTKKTEAEKRFGAMVRGLWMAVVSGNAPLVEKAFREAEGSDVPVRRLVSAGPPEACPNVVSLLAGG
RARDGGAGKGAAKDDDKAIEIEAPSASYPLPAGLSLLMVAAGYWKVIADETAATLDMSAGAASAAAATVLPDTSCSAKVS
NTLPCAEDRPEKAAGAADLGGSIDPLPGTPTLPLPVDGVAGTVRSGEQELVATASNAPICKTATRPVDETTTARPGLVAT
TDARAEPAQTPTARSTKTAAAAATAVATCTAAASGADFPQLASDARLAVLRLVLERSRERAVLGVDAEGRTALHHAAAVG
GAGEVSLLLEGELGRGAALMVSHERLTPLHVAAAAGHPETCVSILRALAPGPRAAVLEASDAGTSDETALHLACLEGRSA
CVRVILDEDSRVERELADEMTSHVVNGVPAETPPPHIPVVLARTAEGATALMAAAGCPSPSCVGLIIGNLRRRIIPHPRS
KLSELRAVDQLGMNALHYAAGRDAEGSVSAAKAVLAAERSIACDYSAGWGEEANINAGDANNHASPLHLAAAISHKEMVT
LLLTEGANSVLEDRQGWTPVMYADFGGRKEGAVLELLQHEPEKQLEALGRVLSSPGGGGGGGIDQHHHSRIVEVVQNLVT
VPSFFSLVNRFIRKKPDLLLGSLSFLKDVPGLLDFENKRVLMRMLIDNHDEDTRNDYHLLAFPPMGGFGYEFDGQICIRR
GAGQALGALLAWMESAARRWREEGLAAWLRVRQPAFTFDKEAGYGQGVEREGGGGEAALQGRQERDKDLKGFELLGILIG
ANLAWNKVLNLNLNPVVWKVMLSRKVRQSDLELVDPMYFKSLMQILETEGVGQFCLQFGDLALNSCADTAGIDPDDAVTD
ENKALYAKLALESKTTGRWRKQAKALAHGMRRLVPLGLLKMFTENELGLLLAGPGDIDPGDWERNAHFTGEPTAMLRRWF
WNVVRSLTKEERSLLLQFATGCSRLPAGGFRGLAPRTFTVAMIDYDPERPLPMAATCFYMLKLPRYPDLYSLRKNLLVAI
RHGAAGFEFS                                                                      
>Esil_CBJ29865                                                                  
MGNTDSSPSTATAAGSNGGVTTAAQGRREVINRPRPTPATRTAARPAAGRRTGGVPAEQNPGAYSIPGAGSRTNVDSIPY
TVTVPNGVRPGQEFQVMAGGLPMVVRCPPDVRGGSRIMVLVPRQHRQQQSRNAQVYMATVPPGVSPGGEFNVMVNSHPVR
VACPPNVTPGMQIRIRLEEPQGALHQTFEVAVPPGVRPGQPFALIAGGQRVMVHCPHDARPGQKIRFQLPIQLSEAQLQT
YNIHYSGKDGWVRCVGTDLKFHWVRHDEDGADPAAAAAVAVDGEGGAGGAGAGAAAAAVAGGDASSTPPPQQVQRRSSVS



DKVTLKRKLGGSSFRIEGSAFVRKLSKLRPRHFMLELVRAEEATLDASVPEANLTFQHLSRASQLPFKEKVDWFNKQCDL
LRVPWDVEHQHLKIRRSNLLEDSMAAMESVRSESMRQRFRFEFLGEPGVDAGGVAREWFHLVSEGLFNPDFALFQYSSIN
QMCMQISANSGVANEQHLQHFHFVGRLLGKALFDGQLVQAHLVRPLYKHLLGWPIAFSDLEHVDHFTHESLIKMTELDDV
EVCCLDFTVTEDRLGSMEVVDLKEGGADLDVTNDNIGEYVELVLKHRLLMRMRDQLTAFLVGFYDVIPEALLSVFDFQEL
ELLMCGLPHIDLTDWQRNTDYTGEFERKAGNHKPCLLNAVRTPCTIGVSQGNDGNIRRFTINGLPDLDSGLFPKSHTCFN
RIDLPMYSNKKELEEYLTMAINMECTGFGIE                                                 
>Esil_CBJ29420                                                                  
MWTGESKKRPTVSLRGRSKEEDRGEFLRRARAQREGRARERLHVSSATTIQKVWRGRSCVGKWRQDERDAWDRKMHDVGR
VKAMLAAAGKALQLPPAVLQSLLSQLVHFHAFPSDAGRFRAAMDLVLAAAPASDNATTPGGAGLFAAQPASSSGSDNDRL
LGDNTWSLLVTRLGAVCLQYMSQVSATAAAAGGRSRKNGAESRDIGGGGGGCEGDAMDDAEGAEGAVVAGAESAEVVDAA
EVAMRGFALLASPAAWRHRWSLSEPVAVKRRCRVFLASLALGRVLMRTRSKTGEEAGPGEALRKPSPTGRGRGRGREGLR
LSLRTERERVGGEGSRAPTLFGVLRVAWDAAVAEAGGGEGRATQAVRLLCASSFQILGIGVAEDGESTARIETRPMSSSA
VAGGGARAAAGPGGAHETAVPDRRRLLEAFAAAVLPAPRLLEHPLRAALMDPMLGGDGVAWWELVSVAGEAVGAGGTGGG
GGAAARRRDVAWAVANILEVDTGSSAERAPCLVRALCRLLRKVSLHALLQGAGRTGAAGAGGAGRQMESPELTDDDEDDD
DVAMDEAFSGAASERGGARAAPSGGGGAGAKDDFGGGRDVRLEAIVRRHRRRCAMRTESLAAHQQSLRETKGSSRGGYSS
GSKRCVSGGGGDERESAAAMVFEEIEAMAAAAGRLADPVVVGRLFDSILPPVARSSSEGQQTGLGGGSRAEASSKAQADP
RGGSAGAESRSALAGDAKGDDNDDDDPVLALCSLYADLVMDGVRAAGSAAAAAGGSSTAAGGSSAAAGKSAVAPGKSVLN
ALAFGRPKAPIAARLWGYLQRGQDLAVYAKRGAGGGGGGSDRGGAGNKAGGGGMQSALFLFCSACSHQLLALDDEEFYEK
QRPLKLEEVRQLAGFLKEWLCRMYLIDPVIPRLREDGLPSDPTLALRQCEDHLREALLLLSATRLFNQLYDRNTRREFLK
AESWYWKAISAVDLSPPDQGDPRVAFLSKGNLGMVLANIPQVVPFFQRVGIFRQMIDAEREEHQGSLAFARGSSRIRVSR
DSLYEDSAEALTKLGSFLKGRIQVTFMNQHGVEEAGIDGGGVFKEYMDLLTKRAFDPQYALFVATQDQYLFPNPAASMVA
DDYLFHFEFLGRVLAKAVFEDILVEPQFSPVFLNKLLGRYNYIDDLYSLDPEVYRNLMQLKGIVHSGGDVADLCLTFSAS
TTAFGETKVWDLIPGGRDVAVTNASVISYIHLMAHFKLNVQTARPCKAFMKGFRDLIPVEWVRMFNPQELQRLIGGEGGR
AIDVEDLKRNTLYAGGYHKTQPVMQWFWEAIESFSPEEQGQFLKFVTSCSRPPLLGFERLNPPICLQRVPEGDEGRLPSS
ATCMNLLKLPQYEDRQTLREKLLYAISANAGFELT                                             
>Esil_CBJ29394                                                                  
MLEETRLWAEAARARGQLGVNREGSTSAAVIEGGDEAEPAPPSADDVDRLVAVLCLLGGQFEGLYPGGRVLCRLPPGESS
SEVPGGWEDRPTVEATVLRLPFSGTKSPGGNSKPVGDLPADETTSADGGSGDGAGSSGVESAEGQRHMASRVFSARLLPR
PAGCTRPLDVYEGLADEGFSRDAEASTAVARPVHEQRRLERQERLMQEHRALSLRMQGGRFGRVSRPHGQGRINVGGEQP
LPIVGQSLLLSRRGRGEEGMATTDNPAGGGSVSASASHRRQQPVSACEELVTVGFSRDDRGVAPAPRAFTVPADSVTLVH
KGVPGALVRTLTSYALEFLPGLKAMLEAETTFRGEDHMWPISVAGAETVELSFDPMSRVARPEDHIALSWRTPSGGSGHR
RVCPCSPANHSSGRGGPRPCEDDDGGSQAWPGVGVEPPLLVMAGELTVRFVTDIALDPTSAEAGAASGGGDDETSGARPT
ATRAWGFRLTAVSPKVSPKTPRPQPPSKARATLCDLRARASLGLASLLEHGEMSARLAPVLPVLVKAALGAASEVAIGGD
IPGAGTPQPWLERRLARAYDLLHRQRGPPSRLPEADFVQFPYSIGATPPPQRDTLGESSTAVATSADRLVTSPSTDSCSS
GSTAPEAGYVGGALPLEQFSSTAVGLCSDYPWPRWDKESRRYVVCIGGVAAFDKPKLANGDGSSSRQLARLRHGATVAVV
AQQRDWLKVIYDSKAVFTPTTDDQLRHSTSLADFWVRQRQDGTFFLMPEALAGKELDMEMVPDCPDLGSKEGGEIVSMLL
GDEYDDEEDARFAPLEGEIDRTDAERKAARSTEGWDAATTHSPGDVGGGKAIADDDDQRDVEGQTGGALWASTVDTLCAA
TATYGVSALLAVAARWQAGAGKPSYLDLFGSARSLWEFLRLTSVIEKGDLQSAAFSTLKQHVGERVASEGGGAFGGRLTG
HALGALRNLAAQPRIKAVARVFETPHPYQNNMNVEWDVYLPEAKRIKVVFDPRSRTETSCDWVDIILQDPDGAAVPSILS
RGLHHRFHGQGGRENFPGFGGRLPLWLEGNRFVARFQSDPTATDWGVRFTAYGILDCDGRDSSGCNGNGTVVDGLNVDDA
SCGPTNGAAQGVATPAPTGVVTGTTTVAVPTLVAKGRAGAREVELCCWVLDSLSREGHAMPEVASRLCDNSALEAFEACL
KTFSQERRLSILRFITGIVARVGPTAGAEVTAAGSSAVADSPNSRASAHPSYADTCRLLQAVLSLAETQRAIEDGCSVAS
PYLQGLVECTVVLRNFLVDFADWPKSPGPEKDRLGTPPRADHAAERDAKEAERHCDLSPGAETANASPAATRESPKTLER
KLLGGGGAGAEAVEDVASIWSALRDFSRGTAPGRLLVKDFLPMLTEACSVIVQSAHPFDRLAQRRVVLVPGAVGVQVRFD
HRTEMRQDDRIVIRDPARRQPVAGRSVVATTLSQHADSGCWSGIGKDAPMVESCNLLRDGGELGFSGLSGGRSDDLPLVS
VGDHVVRGPDWAFGDEDCSGRQQQGSSRIGTDPSAQASASSRCSRPRIGVVVALEKWGERDAAGVRVRWATEYVDTAAAA
AAGAKRDQGREGFEALYCVQNPAHVCVVERGGDDRARRPIVRAGSSVEVEVVPGASGKGDETTPPTSGSPSDAHLFRFDG
ESTHVDLPSYRGMRLEGDFTLEVWAWLDLGCAHDGKTKCVVSRVLHQPYHQGRPAAKARRSPSGEHARRAPSSLATADGS
EQPGGVVAAGAAAPPRVDGGLSPMEGTRLVSPPASSPGNAHVGVKEVDQHGADEVGRGGAGWERVRLEKGLTSASGAVNG
FADGGLPQPLLPSGGTGAGDNERGDEEKTDRYACGEESIFVEGDDGIEESEDDENDCEVREDNGRANSYEADDNGKLSLS
FEDAVPSAPQDVVISSVTDSSIKMSWSPPTRVGRPALHSYIICLDDVEIASVGADTLEFSNTNRPPGSLCTYSVAARGAA
GTSPCCAPVVAGTTTEDDTRTQLALWVGGRGEIEFSMENERGKGVLLGAGQFREGMWTHMAVSVEGRRVSMFVDGERRAS
GTFVGHRLFSGSPSLSAYDHQHQHQHRRPSAEPLRLGSRGAQDFWRGRLCGMRVWGAASQALDIRRRFSSLPSASFVRPA
PPSSFGVEVPGTQKTICRLRLHAPLPDPSDGEVYLTPPGAPVRDRERKAYYEVVLRSGGCMQIGWALPSSCPSSHILAVG
ADDKSWAVDGKRSAKWHGNVLPAPSPAYAHGVPHGADWEWAAGDTIGCAVDLDEGVMSFSHNGRNLGEAFNRATTGRGVG
RYRVIAPRGVECRLGVDEQSPVVETYPAGTVLQVSRLERLSRGGRLRLRTAAGWVAERDVDDPDDFHLERLERDTSDSAD
YGTGPERCVFVDVLRSASESAAPGRGREGCLRPVTPLHECKDIAVGEGWSDVVATPEGSADGCLVTAAHTQDATPGKGQP
PPTRSLLTRGVNVGTADVATFFIELFVPACEPAATDAFDGGRWAWGVVLADFNAYLTTQCRATSTTRDGGGGGGGGSSGD
ETVAPGHEVALDGDKDRRQSTAGGSLHVVVDGPGGVFHAIPVCSAFRGRWMNMRIVAHRSGESLLVCTPGAEQPHDHQQA
TDSDATSAIPRDHEDASVSTSTKAGAGHQQHRLRDLERLVSAAHRRRMEEPTARPSLVLARQRLRQIWSGEVPPPVPHST
TAGITTEVGASAATANGFPPQGRTTTHSTLIVRHPLLSPGRVALGTTVSLSRNCTGTTTPRPTHGNDGDVGPAQRRSVTA
WEHPGLQTPARFEPVPLPAGLSTRTVAGGRGLWAWAPVPRSEAFLAMGLVFTAEPEPPSLTDVRCARKELVVNAQPHKCK



AVTLQRTTEQPGEQRGVEDTDQCCEEIIIVEEMGVCVPKNGSAWGLSPRVVLGDTGTNLGRRQPRWDGLMPSISGTAGQG
MVVNIGHLPFRYPMNGYAPVSQVAHADARFVLQVYDDANRMWQDVRPSHGLMDGRAPPRAPELIGSWSLCARTSATDTAD
GRYLANDVFVEFAAHTPPPSAHNSSGGDGKLVRLPPARAGGTLEAAAPGGPPMPKEEQERFETFAALVWGEQGQALASNA
ELVRYVNAVASRKGLSKEALLTCDWAALQPPGTDLADWPLLQSMAASRTAATVATAYVVSPRPSSGDGGGGVEETKQSDP
PGGARQGVVAAMDDNDGRYDEWVVAKAVASGPERRGVRVRKTPVEYGNVLWRLPSGQAARLLPPLPPPPPGGRGTSESST
GGAGWRRVRGAGGDTGWLPITSIDATGSPVPSPLERVWARRFILDWFSPEAAGWPRGEEGDNEGGLEARAAASSLDVKEG
GDDGAAVRSHSPISAARLLGNSDALLLSAVDAGGGDDRGTLLVTGKWTVGLVTDMLTVTTRTSGCTRIEVPPVARDGSAS
SVGGKAEQTADPLPVLVDGLVFGFRAVDGLLVVTRAFPTATGEGTLQYGQRVEQQALAWLGGLDEGAEVSFSIVDSGQDV
VFSCREVGAPRRTATVRTKCRDTWGRGRVALGCRSVKTESSTSGWVRVTSQAHGATVRSGRSIDADGVVGRIPCGTVVPF
DSAVLYHSPGAPDRVGIEPVIRYRCLATATTPAGWISERGRYANHPYRICEQILARPQQTPASISHVSVARVQSPASFVG
GDTLAGRSSFFRDQPLPPVRKAGNAGSTAEETPGEEDQQRRESEWQQRLGELAVLPTRFHLLQQLNRGVSKVLRYVDLSQ
GDLPWSVARLLSRCRHLVFFALRQEAWQAELARTSRPPAAAAVAHSSGEATPPSLELRLSRGRAARHAGLGTLRADQKGR
QTLFCQAFFSLRNTEESLFRLRPGEVLYSTVFVGEHAHDAGGPYRESFAEYCAELQSGALPLLIKCPNSVNDVGINREKW
LPNPAIGKVGPSAALHAEMLGFLGRLMGVAIRSQEPLDLDLPSIVWKQLVRSPITRDDLEAVDFALTQSLKAVRNIHLRG
VATDEAFRDLGLGGFEVATADGGRAGLPTPGGAAREVTLDNRLEFADMAEEFKMREYRVPVEAIRRGLASVVPIEHLRLF
SWDELEVFVCGRKEVDVDLLEACTEYTLCCRQDSHVSAFWDVLRSFSPREKSLFLRFAWGRSRLPLSADQFHQAFKIQAF
ARTPADAYLPVAHTCFFSLELPRYSSREVLETKLRYAISNCRAMDADDTSVGRTAAGLGWGGDP                
>Ngad_00483                                                                     
MGNGTSNSRTGTKVGVSVAQGNATPAAGLEGDAGPSGGGKASPASQYGGFSTASPAELVGGGMGADARTLKRLLKALSAA
REAADGGAALYDTLSQLCDLITYSGDDALLLAGFGGVMMHGAGVNVGSNGGERVHQHLKDLLVTLQAPDPSLQLMATKVL
TQVFEQVPPCVALALDAGVAVTLTDKLLSVEWMDVAEQAIAALEHVARYSPAALLSCGTLGALLAFLDFYPLDVQRQALR
TVAHICSGPLRVSGLVCKRAGGLEGPGGEGEGERKGERDSLLRRSLPQASAMPLESPCMDVNTFETAFLGAAPALTQLLH
HAEGAVVELAALALLRASQSFLQAADGDTMRAGQYAEGLAGQGLVRHSIQLLAQAVPDHVGLLVPGPAPGRGQGPVTELT
PAMAQLLLRLLGSLGRYSAKLCSEMIDLGLPLVLQGLLAGEVGGAPVDRLSALGAPSIPAGAAFAVASPPSAGPGLGGAV
GPWRRGRSLSFGASSPGLTGGSASSQTTARTLLACLLDLLPIPSPFLPVHLDATSGLDNERVSLASAHPGAGSGGGGGAS
CLHGTPGLLRVLHPHGAVLTPVLDPRSGSSSAPSSRQGGGSAGAVVSVDLGTVLPFSGWAACMTGARRYRTPCGWISARV
ATDSALSAARAAATAVVSSVLPGFPPSSFSTDALCEVVDGPGSDSLARAKLDLVIRRQALSGPLLGMLPHLLDLARAASS
HAFRSLCARVLCTLLHDLSGPALLEPLFLDQPHLVPQLAGLVARMLPMVCPGTGVGTPTRGVACTTACAGGSSSSSALII
TLSGMALALLLLQKVPSVFVEAFSREGIVAQITEQLREGGSAKGAGSCPKPGPCVSPLSLPGPWAAAPPDFALSSPSSLP
ASTRAVRAGAQEIGESEGLRLWGKASTNASVGSEAVLDMRLREDVAVRAAAFMHAFREAQSLLELEAAEKEGGDDGGDDG
GDDGGDAVGLMGLLGDGSGGNSRAQRSRSGSGNVMGVLGTALATLEEQGRAETRLAAETLASLTRRDRRIKQEGLKDGAG
VLALLVRVWKEVRRQNAGHRESCEAVVRSLCLLLASRHRGGGLSNFELLTSGFVPRLLAFLRATEVERGELLSVLLSYPL
AGGSPRKRKACAAAEKKDGGWEGEARVMQELWALLKRLLRRERATRVGKLLLEVRGGDGGRSRSSSFSASFPSSSSPSTS
FDSRSGSGDVGPGDSCFQILVGQLQSCLEASDRFLSSAALRAYRASGLEDRARPSPSPRTVSTLLAHPMQLRLRCLTAET
DSRLGALLQAQGLGKVSLLIDPLASVRTIREFLNRRLQNVEEVLAMDEEEEGEMRSDQGRGVPVKGDSQGAEGDLEEGME
VPGEAEPGASRRKKAEEWDPRPEYEMRCAEIVVNGLPLHLEDSPILEAACASLLQGGGQAARSEDGEEDAACELGLYGTA
REGGGATLVVTWTLRRRGRAREASTVPATEAIGGTDGEGGDALRRNSSVEKLGEEGGRDGLGTHMLSPRWWVAHPVDEFL
ASPGEDVEAWEDAGKGEERNREALMAGEETTGGPQGQTASGESVVSTPTLESRQGPGKGALGKKGSPEARGGLATTEVEH
GILLLLRLLYGLNRHMVSLLMPPMASPLARSQEEIKDTLGDADPASHVLAHAAARELVSSGGVREECWVIKPLSERMAQE
LQDPVALATQQLPGWCDQLLRYGPFLLQFRVRKEYFHLSSFGLGRAGSHHHHHHHQYRRAPTSAVQQLKVQVSRRKLLAS
AEKVLEEHGSRRVLLETEFFNEPGTGSGPTAEFFSLVSKEMRSPNLGLWRGESHHDGLLIGQALLDERLLDIRFAAPLVA
TLAGRQASQSLPAALEEMERVDSALARQLQALAASTGLAQWFEAPESGQRSERQEQEVGPGKIVRESADADERVSALCLT
FCLPGEPEIGLLGPSGVPVKPGVEGLRSDGGLGEDVTRQNLGLYVQRVLQVGLREAVRPQVTAMLTGLQDIVPTGALWVF
TEEEIMAMVGGVGSEMGKDPEEILEALACDHGYTRGSQAVRWLVEILAEMTLEEERHFLMFVTGSPGLPVGGLMGCCPRL
TVVKKVAEGHARALGQAGVDAMLPSASTCTNYLKLPDYSSRAVMRERLLLSLRHGQHSFHLS                  
>Ngad_01020                                                                     
MRRSLSETSIAVLFRLERLQVEVDSIAQQVTEIENAIEARRANVAPASVLEGLDALTCNLKGIEAQTHAHSHDHIESGHE
EAGLLARRIQSKGRAVSERIARMKKELPLAGMEVADGVSAPVEDEEGSMLELPDVVPCNGHMDDQTALPPPFASVGGLDP
GSVRRSKSCGLPARPGEKGTDMDRETGVEGATNIHADEARNGQDHLEDERSAWHSETELYSWGRTDLGSSFQCLGPFGSE
GGGGLFQMEVEEGKREEAGTAAGHGPNMLASTRQYSRSLSLPTAPLFAPVQSWYSRKNVVNLCSTLYHTVAVTLTGEVYG
AGVNEDGQVSPDRQEPQLWTPVLVEPLLSQRVTMVSCGDNHTACLTASGAVVSFGNNEVGQLGHSADAASSQRVGPRTVV
GLGSRMVKQVACGYLFTLLLTSQGEVFSCGVGECGGHADGANRFQAERVKALRYVPVSGLATGASHALAITVTGRLWAWG
QNRHGQAGAGAGVEVVQEPQQVLETAGVRSAACGAFHSVILGEDGRVWACGKNHRGQLGLPSTEAVGSSEGGDRIEGEGD
RMEEGKGDEQDGDIDGGVPAASCYHVPTLVRQLEPLKVCMVACGDAHTLVLTEAGEVWSLGSNSHGQLGTGMPSRASSMA
SAWQWRAQRVPGLDKARVFMVAAGGEQSFAVGLGTGVATPSRRSELPVLSRDVDARELVRKFSVIKPAASCVGVGYLLSL
IHGAARASDMDTLERTLIDVFSSPSLLNGSFLTLPTSSSRVDKEELDGNGCIFPDSHVGNKIIDDIIRAPVGGAERAAGE
KSNARSSSCGTLSASASGLAVQGLEAVYVRAMKLNSPPLLSRLMQAMSGALDNLVSDAKNLSDPDSLRCLLAYWQCPLNS
NTALSKDTFLKLCETVVSLPLSGRLLLLRFVRADYPPHLFATRLLRPLHTHIEYHLRINFGKGRAVPILVVTMSYLFMAS
EGGSWETTSTASGPWETEDKQRGRLISPDQFANTAVSALPDESLLHDLRTWKAVKEEKNMNRNVFTFCRYPFLLSAEAKR
RLLYGEAVLEQQQAAQKDMMRQMFQGGPVMPYLVLRVDRNHLLNSTLAQVGQCDSMTLKKQLKVSFLDEEGVDEGGVKKE
FFQLLTAQLFDFSYGMFKMTESKRDWWFNSSGTSFGDPQEYQLVGILVGLALYNSVLLDLHFPLVVYKKLLGRPVGLSDL
GEIEPELMEGLLKLLDYEEDAKNTGEEGAMAKVEDVFCLNFEVDWVEFDEVKRHELKPGGKDIEVTAANRHEYVDLYVQW



VLAESIAKPFEAFKAGYDHVMGGSSISLLRPEELMLLVCGTPHLNLHELEAVAKYEGGYEAEHPVIKAFWSVVHEMDLAS
QRNFLMFVTGSAKAPIGGLGRLALLIQRAGPDSDHLPTAHTCFNTLLLPEYGSKEKLKERLMKAISECRGFGLQ      
>Ngad_02929                                                                     
MEPAGELDLPPGFTAAGAGMSGAGGRGMSTEEMEAQKAKHAEMEERRQFMLDQILSPEAKERLARIAIVRKEKVRGVQDM
LIQAATSGRLRGKVSEEQLIEMLEXXXXLVGGVSTIRPYLVLTVERANIVQSTLHALALYEPFEYKKKLKVRFRGEEGVD
EGGVQKGASSRTTGHPGAGFCCGGQRNRKRKEGSRVGNGLLILPSSLPPSLPALPASARLLWLNPDSFNDPQEFELVGIL
LGLALYNGVLLDLHLPFLFYKKLMLPPASPSAPNPSPYTLQDLAELHPSVAASLSQLLDHASPPSSLSAPPPASVEFFAS
LSLTFSYSYEAYGHWKTVPLKEGGEEMEVNAENAREYVELYLLWVLEDSIKPHFEAFRKGFLKVKRPSFVFELLRHPLSL
>Ngad_03429                                                                     
QPAYNSQPGGGRTTRTVNTEPGAFEIPGHQRSTGQIRAQVRIPAGVRPGQHFAVLLEGQQVMVRCPDRASPGDLIAIEFQ
ASTFIVQVPEGVQPGQTFDVMVRGARQRVTCPDGVRPGMQIRFSLPPASDGGGLGGAGVPGGTTGGGTGSSNTSGPSPFE
KLYEVVVPQGVRPGEPFVLLADGQRVTVTCPVDARPNQKIRFKLPIVPTNEQLQAYEMRYNKDGWVRCLGQDVKFHWFRV
DGSNREQGGTANAVVGGVGGSLGRPKNGKFSIENTAFVRAFKGPPQSPDLVLLPPSEVSIDTTVPGTRLNFHTLSHGAQL
PFDKKIEFFREHCNSLRTPWERGHMEIRVRRAHLLADSLMAFEGISTANMRKIFRFEFLGEPGIDAGGVAREWYDQVTDA
LFNPDFGLFQYSGVDQMCMQISGASGLVEPQHHRYFRFLGRLLGKALLDGQIVRHHLVRPVIKHILGWPVVLADMEYLDA
ETLQNLGKLQEMDPSVLGDLCLDFTVTENFLGQSHTVELVPGGANLTLGPENLDKYLEANLRFRLCDRVKTQLRELLLGF
YECMPEALLSIFDFQQLELLLCGMPNLDIEDWLRNTGYGGEFARLGAQHRVVQWFWEVVRNDFDQEQRARLLQFTTGTSG
GSTMLKYALIAILAVMGSLSDAFLLPATSSRESATALMAGKATLDTLKRVVLTDDVTGHSATVHLHGGCVTSYKAPHEVL
GIRKDAAFTGEKPIAGGLQICWPQFGPGAIQQHGFARNLPWEVSAQSDSEPEVTLVLKESAETRKIWDQAFELLLTVRLE
GDHLLTRLTAKNTGSTPWEFTSALHSYYSVSDVAKTTIIGNDLAGRTFVDKTQNPHVSAPLQSSEVGVTKFLEGVVPDYK
GPMALHDKAGRVRTTVEHVRGWSDYVLWAPVGNDGMGYKKFVCLESGAVSRPVSVAGGSEWVGEMKISSRAG        
>Ngad_20155                                                                     
ATAQGETLPLNMSYAALASLLLQAHREEQRGAREDGGGIFRLAHGRGPLSDKPALRGLSPHRLLARASLLRVLNQRLSRA
LPFLSLALPEQGWEREQAGASEPMVVETTYPLGSTGPRGGGPQGLERAQGPGVWQPACTARRLRALRKLVLTSTKRTHWE
TMLQATTTPTPLHQDEYEDPRDIKTIKINRVRASASRLASIRNMNERLRLSVFGQLHKEMRAWAHSSFRRAYLGKGHGGQ
KRAFKVRFLGEGVNDYGGPYRAIFEQVVDELQDDRHLLPLSAPSRHRPGGEKCLLPLLVPCPNRAGAVGPNQDKFVFSPG
PPSPLALELMQLLGKMVGMALRHGLPMGLDLPATVWRPLVGLPLQRDTLGSLDVLAVKNLEQVERTAQVAEARAGGAGPE
GTTASSSLVPEGWEEELTFSTHLSDGSLVVLPHPPYLSAPGGVDLEKEPARVTRANWQEYVRLVETVRLKESAAMMGAFQ
EGMAAVVPQELLPLFTEEEVEQLICGVREVDVELLRKCTDYEDGVDPDAPHVKAFWEVLEEMQAEERTDFLRFAWARSRM
PASAKDFPMNFRLQGPQGGAKEKPDDYLPHAQTCFFSLSLPQYSSKEILREKLLLAISNSPNMDADVRLHTAEGWSET  
>Ngad_20470                                                                     
GAGVRDLSLNFEVVVEDDEKLLPQEAAAVELVPGGKHVPVTNQNVFRYIQLVANHKLNVEINTQAQAFLRGFRDLIPMPW
LRMFGAEELQILLTGEKRAIDIENLRAHTRYSGGYHPSQPIIHWFWEALRSYTP                          
>Ngad_30692                                                                     
LPPSLSSLPSNKEAPRSVGMLQGQGGEGQREEASGDGEVGGEGGGGYATQDFPLPPPSLPPSTSPSPASHMGVVLLRKLQ
LEPLWESLSECLSVVAALEGISEGRGSSGEGGASPGEALGRESTEPLDGEGGDGEDGEGGGRKASLTTSSSMAGLLAKML
PLLEAFFLCNAWEVMTAHKKKQKEEARRESWGPRERERERARERRRAQQLQERERRAAAAAAATAGGAAESKEGEATELP
PFRRGLSAEKEKKEEEKETDLQRVRAFVQRHRLLLNALIRQNPSLLDKGLCPLVLIPQCRAFLDFENKKAYFRTQINKFK
KHKYRRAHPLQLRVRRQMVYDDSFQQLSLRTADEMRGKLQVSFYGEEGIDAGGLTREWFSIMAREMFNMNNALFTVASDG
ATYQPNPTSSINPDHLAHFRFVGRVLGKALSDDHLLDAHFTRSFYKHILGAAVTHRDMEAIDPEYYKSLCQILEHPLEDL
GLDLTFSCEASEFGEVKLYDVVPNGRHVPVTDENKMEYIQKIAQFRLTNAIKKQTEAFLSGLHDLVPKDLVAIFTPSELE
LLSCGLPSIDLDNLKSHTELHHWKTSDKEIQWFWEVLESFDAEHKALFLTFVTGTSRVPVDGFQALQGLHGPQKFNIHKL
HGKTDCLPQSHTCFNQLDLPSYSSREAVRKTLVMAITECSEGFGFA                                  
>Ngad_20371                                                                     
AFKALNHLGHGLRGRVQVTFVSDLGTEEAGIDGGGVFKEFMDALTKRAFDPQYALFRVTPDHLLYPNPLSGLAVGPDHLQ
HFAFLGKVLAKALYESILVEPQFAIFFLQRLGGKLNETDDLFSRDPELYRHLMSLKRLAREGEGVGAGVRDL        
>Ngad_20564                                                                     
FRGENGSDAGGVFREGMSRVLEDLYSPETLYLLIPCPNAQHGLPTNTDKFLPNPQLATCPLALEMFEFVGKLMGMSLRAN
LCLPFHFPSLIWKRLLGHEVLR                                                          
>Aano_F0Y9T7                                                                    
REPFFVKFRGEDGLDAGGLSREFFQLASAALFDANLGLFKVGSSENLTYQIADDDDADLVMADAAAWFAFAGKLLGKALL
EGHHFANAHLNMVILKHIASEPVALGDLELVDKELFKSLDQLRTMDPELVETLCLTFSIEHISFGAVVTKDLVPGGRDLE
VDGTNVDAFLAARLRERVFDVCAGGLRAFLGGVFAVAPKELCMLLSARELELALCGHPDIDVADWRRSTVYKGAFARERE
AHEVVAWFWETVETWDDDRLALLLQWCTGTSRVPVQGFDHLMGRDGARRPFTLTSVDLSSAVYPRSHTCFNRIDIPLFTS
KAAL                                                                            
>Aano_F0XXJ2                                                                    
PVEVLLLLSAADLQRLLAGSQSLDLDDWKRHTKYKGAYEAAGADHAVVAWFWAAVATYDDDRRRRLLQWCTGSNRIPLQG
FSHLQSRDGARRAFTITSVDRDQARYPRAHTCFHRVDLPLY                                       
>Aano_F0YID8                                                                    
MDAGGLARECWALIAAGVLDPESKYWRFAATDNVTLQIRPPRDPAAFSPEDAKHYRVAGRLVAKALFDGQTIPAHLNRPM
LKHLLAMPVTFSDLEYVDALLYRSCRHVADSSDAEALCLTFSYRDRDCARAVDLGPGGADRDVDASNKDEYVARLFKFAM
LDVVSKPLGKFLKGFYEVLPLAALNAAAFDPGDLELAIAGLDDVDVGDWRAHTEYSQGYDDDDPAVANFWSFVAGLPDEK



RAKLLQFVTGTSRLPAGGFANLQGRDGVTKGFELRRRPGGDKAFPVAHTCFNRLDLPAYSDVAVLARILSAILEGDVLGF
SGD                                                                             
>Aano_F0XWH6                                                                    
ELVDGGGDVAVTKANLERFFELRLRECVFEAHREELTALLAGFHELVPPHVTLLLTARELELALCGTPSLDLSDWRRNTV
YKGAFEAAKQDHPVCAAFWKVVDRWDDEQRARLLQWATGSSRLPVGGFRNLQQRDGVSRCFTLTSLPLATAAYPRSHTCF
NRIDLPLYD                                                                       
>Aano_F0YLG4                                                                    
MVTCPANARPGQKIRFQLPIKLSSDEIQSIKLNYQKDGWIRCLSTDLTFHWVRSEAEADSDHESKKKLEWAFERTAFVRE
LRTLTVGTSTSKATHSLQLVPAKDAALSTVVPAINNGTSLAQELSRYAAMPFQHKEAWFRQQIAKLQVPWEDGHIKINVR
RENLLEDSMEATESITQADMRKIFRFEFIAEPGVDAGGVAREWFQLVSDMLFNPDFALWSYSSINQMCMQINPSSGIAND
EHLRYFHFTGRLLGKALFDRQIVAGHLVRPLYKHILGWPLTVADLEQLDADTYANLCKLKDLDDVEVCCLDFTVTEDHWG
TAQTVDLKPDGANCTVTNNNVDEYIQLQMRYRLLDRVKEQVKALLIGFYDVVPEALLSVFDFQELELLLCGLPEIDIEDW
KRNTEYTGDYERKGASHKVVKWFWEVVVDDFDEEHKARLLQFVTGTSGVPAQGFRALQGNDNNIRKFTINSIPETVSVFP
KAHTCFNRIDLPLYDSKKKLKKFLTMAIQMEATGFDID                                          
>Aano_F0YFA7                                                                    
RQWMRVQFVDEPGIDVGGIEREWFGLASEAVFDPAVGVFRQAAGDGGLVFDASASLPAKLGGHPRARELYEFAGRLLAKA
LVERIPVAAPLSLPLYKQLVGAPLEYDDLECLDPDLCRNLDWLLHNDGVDALDLDFSARDVDAVSYVLDTNVAIRELCER
GRDVKVTDRNKRTYVEALWRHHVLEAHKDATWHLAKGVYSVLPPDLLAVFDAYELELLMCGSPTIDVADWAKHTEYAGEY
RRRGDRHAVIAWFWKAVAKLDDADRSKLLQFCTGSSRVPCHGFRALQRNDGKYQRFCIQSLPRNELRFPRAHTCFNRIDL
PLYSSYAELEAGLKVLIAMDATGFTMD                                                     
>Aano_F0YA52                                                                    
MPFALPFRARVRLFQEKVCPDGQSNARAEEIRFFDASSPRPTDKTIVRVRRSHVLDDGLDRIAGLSPAALKGRLSVAFVD
DWGRAEAGIDAGGLFKEFWTELSGAAFSMDFGLFKTTAHDGLLFPNPDSAFVHGERDHLRLFHFLGRVLGKALREGITIQ
PRFTRSFLSFVRGDFNYVTLLEDLKSLDPDLHRNLKFLQLYDGDVADLGLDFSVSFDRFGECVTANLIPNGADVEVTRAN
RHAYVQAVAKFHMVDRLDAQSRAFVGGLGDVVDLALLRRFSEPELQLLISGAEDAVDVDDLKAHARYEGYLPGDKHVKRF
WAALRSLRPADRAALLKFVTACERAPPLGFAALAPPFTIRKVPILRDADKLPTASTCFNVLKLPTYSSEAVLRARLLTSV
HSGAGFDLS                                                                       
>Aano_F0YCR9                                                                    
MNTKFVKLLALSVSCSLVAGVPPGSRALQRGRRDDDDDDGWDWDDDFWDDDYDYDYYYGISVDDGDRCAERDERCDDDTA
CCGSDSCFWLDGKDYGECGKKCPENDRFECYVPECAERDERCDDDTACCGSDSCFWLDGKEPCKDHGECHKNCPNDDKFE
CYVPTCVERGEDCSAGGGSYMPCCDSRDSCFWKDSDTAECRRECPDNPSWDCYVDIAPCDAVGLVPGDFCEGDGECGTDR
GLDNCAEADMYVVAGVGVDLVVVLEGVTAEEFRKTFVAERFADAVAAVLDVPPAAVGAPVASDARRRLQEAAARSCRVDF
VVEVEEDRDVEEAGGGGSSRPSASTLPVVVGAAAAAAAVAVAAAVALARRRRTRKRRDPPDLESAASEEVKLDDEPSPYS
PRLSWKTRKARLGRSFAWDDAAGAGWVSWARDDALGLQFVRRFDARGRLELVDARVGCAVGAADAATRLDLEDSGSWPFA
RRVAALRSTLEALRIPWQTGRVSPVVTRGPTLLQDCFDALGGLRDDQWRWPFFFKFAGEPGLDAGGVGRECLRLATSAIF
ATHFGLFKCAEGDALTYTVQDDAAVAAAVEGGARWLNFAGKLVGKALLDGAHLDAHLNRCLLKHVCGEPLSLVDLGWLDE
TLLKSLSQLRDIDVGGLELTFSVDESAFGAVRSRDLVEGGSSRAVTEANKEEFIGLRLKDALFETSKEGIEAFLAGVYAV
VPLEAFLLVSAVELELMLCGASELDVDSWMAHAQYRGDFAEKGADHDVVRWFWDAVRAMDGATRSQLLQWTTGHGRVPVQ
GFSHLMGRDGALRPFTLTSVALSAATFPRAHTCFNRIDLPLYEDPEKLAAAIKFVLEFGDETFSMD              
>Aano_F0YT01                                                                    
FFELVESYDGETRARLLLFATGYARLPPGGFARLAPRLTVTVDARGDPARLPTAHTCFNALTLPPYASRADLAAKLGVAL
AHGAHFG                                                                         
>Aano_F0XWH0                                                                    
MAPFVVGASLPYLVLRVPRSVLLATALAALAACPDGELKKELKVVFEGEAGVDEGGPRKEFFQLLVPQLFDPIVGMFART
ATGAGDEIFFNAACDWYDTEFELAGLLVGLAVYNSVVLEVRLPRVAYKKLLAASPAANASWLADDDAARYTLDDLAELDD
DLARGLRMLLAFEPPEDVRETFCRTLVDADPLAPASDGAVVDLVPGGSEIAVTAENRHAYVEALVDWRLRRSVAAQFDRF
ASGFWRVLSGSALERVVEPDELRVMVQGDEDGLDLTALRPVVVYEGFGDAPDGHPVVRALWAAVDALDEDGRRLFLMFTT
GSKTAPMGGLGALRPPAHPAFRIQRAGPDSSNLPTSHTCFNTLLLPDYDPPDKVAHLLNIAIRECEGFGLQ         
>Aano_F0YHF6                                                                    
MGNESSTSNYRENRARESIHTGATTNSRISNSQSTSSVPPGAYSVPGSQRRQAQFYVTVPAGIRPGQEFPVIANGQQLMV
RCPPGIRPGERIVVSAPRSSQGTQAYMATVPHGVRSGEQFPVLVNNQQLMVTCPPGVRPGMQVRTVFKSVCNSLFKQVRI
MVPTSRRGANQGTMSSVQGGGSPSRGASPSSQSNDAVRSPFGNQMFEVNVPQGVRPGQAFALIANGQRVMVTCPANARPG
QKIRFQLPIKLSSDEIQSIKLNYQKDGWIRCLSTDLTFHWVRSEGEVDSEQEAKKKLEWAFEQTAFVRELRTLTVGTSTS
KATHSLQLVPAKDAALSTVVPAINNGTSLAQELSRYAAMPFQHKEAWFRQQIAKLQVPWEDGHIKINVRRENLLEDSMEA
TESITQADMRKIFRFEFIAEPGVDAGGVAREWFQLVSDMLFNPDFALWSYSSINQMCMQINPSSGIANDEHLRYFHFTGR
LLGKALFDRQIVAGHLVRPLYKHILGWPLTVADLEQLDADTYANLCKLKDLDDVEVCCLDFTVTEDHWGTAQTVELKSDG
ANCTVTNSNVDDYIQLQMRYRLLDRVKEQVKALLIGFYDVVPEALLSVFDFQELELLLCGLPEIDIEDWKRNTEYTGDYE
RKGSSHKVVKWFWEVVVDDFDEEHKARLLQFVTGTSGVPAQGFRALQGNDNNIRKFTINSIPETVSVFPKAHTCFNRIDL
PLYDSKKKLKKFLTMAIQMEATGFDID                                                     
>Aano_F0Y341                                                                    
QRCLVVLRRSHLRGDSLDALRCLPAPELNKRFKIEYDGENGIDSGGLTKDWYLALSHGFADVNFGFFSKTPAGDLELKPS
DEQGGRPVDDFKALGRFLAKAVFDQQCVDLPLAAPIYNALRGIGLEEERDAAPAVDRPFYRSLRWILDNDLGDDGGGLDA



TFSVQRGDVEVDLKERGRSVAVVERNKHEYVFLVARWRARHATAMEMDALLDGAAEVGVVPDLLRRFSLEELDLLVNGRR
DVDVGELEAYCLHQGEGFAPDHAVSLWFWQMMHEFDDDMRARALAFATGSNKIPLDGFSPPLTLTLDPLRVDALPVVHTC
FNQIVLSNFTSYATMKKQCAFAIRNCATF                                                   
>Aano_F0Y336                                                                    
MARLLVAAAALAAAAAAPPPRLRGAQRAIAQTIPHTRHWLAGAAGDDPAAADDAAADDDDPSFVQGYFFVIVIALVLFCG
CTCLSVNAWQPEHGGAYARLVGYDGSESRPPDEQRFVLLRDSLAESGEAAWVCFVCAFENKARARSCLLCGGASDLSRAF
EDRLRSRKGDSLTGSTGSRGARPRGSDARPPTPDGLSDDGDAARPSNDRCSVERCSVSGRGSSEGGQSARPQRCWPQRRS
ESPTLSAEARAQAFAIRRLNDLTLRQKGAARRRVWQRVRDGNAVHWTRAALEEDRQSLAFVVSEAEGALAWNPITAPPAP
AAASEPASSAEPPPPDDEAAACCACCGPRASAPARRRRPNGSLFEPREPRGAAAVDDEDLEYVASRPFREKQLWFERALD
GLHGTDPRRPRSRSYRPVTLDVRRGACLFDSLKRFEQLSVDRLRNASVRVRFAGEAGIDAGGVSREWFDVVARELFANGG
LGLFVARRESGYACNLDPRSGDARHDAARAALAPRGELARGEKIGDVRLLRFAGRFVAKALRERVTIPATLSLPLLKHVL
GVPLSFSDLEFVDAEAFLNYAWLRDNGGAEDLCLDFTIFADGDDEGAPKTPVELVPNGGDVPVTDDNKAEFLALVLKYKV
LDAVAPQLAAFLQGFDDILPRTYLSVFDYQELQLLLGGVDEIDVDDWRRHTRYLGAFAELREKHPVVKFFWDCVDAFDNE
QRARLCQFSTGTSSLPPAGFKALVGDDGHYCNFTLASLPRDLGVWPRAHTCFNRIDLPLYESYDELANYLALSIHLEVVG
FTID                                                                            
>Aano_F0YNY9                                                                    
LLGLALRTRVAVGAVDLPRAHWADVTGAGADTRDLADVDAAAAQAAAALADLGALGVTRDNFDALLGDLDVRFVVPIASG
GALAALAPGGEHRRLAFDDAPEFGEALAAARLGEHAAAVRALKAGFEAAVPRRVLALYAADELARDLARPPPELGDVDDD
DAAPDDAA                                                                        
>Aano_F0Y2G6                                                                    
FFELVESYDGEARARLLLFATGYARLPPGGFARLAPRLTVTVDVRGDPARLPTAHTCFNALTLPPYASRADLAAKLGVAL
AHGAHFGLR                                                                       
>Aano_F0XZI3                                                                    
VRRSHCLQDAYALLRKLPRERWRQPFFVKFAGEEGLDAGGLSRDFFRIASISLCDVAVGLFKYAKNDSLTYALNDDEFIA
ASVEDGGAWLEFAGRLYGKALLEGHHLGAYLNPVLMKFVAAEPVELEDLQLLDFELWRSLDQLAVMAPDVVESLALTFAV
ESHSFGAVETTELVPGGANIEVTAANVDDFVSMRWRERIFGCCAGSLGSLLAGLYDVVPPEALMLLSARELELVAMGVPE
IDVDDWARSTVYKGAFAARGPEHPTVRLFWDEVRHNMDHERRALLVLWCTGSSQVPAQGFRYLQGRDGALRAFTLTSVDL
SSAIFPRAHTCFNRIDLPLFTTAKEL                                                      
>Aano_F0Y0F9                                                                    
MDVDGPPAAAADDGAALSREPRVAQVLAAVPFVVPFVQRVALFQALVDGDRRAHQSDAAAALAAIRPLGVRAKVRRDALF
DDSMAALADLPADQLKSRVQITFVNEAGHEEAGIDGGGVFKEFLDELSKAAFDPERGGLFRSATDGALYAGGGARDASTL
RKYEFCGRVIAKALYERVLVEPRFARFFLNKALGKYNYFDDLRSLDAGLYAQLSRLKNLDDADLAALDLRFEVTSVDARG
RPGDVPLAPGGRDTAVDASNRARYVQLVAHHRLNVETRRPSAAFLRGLRAVVPARWLKMFDAEELQTLVSGDDRPLDVED
WRAHAHYGGGYHPSQPIIAWFWEVVAEFSAEDRAGLLRFITSCSRPPLLGFKCLNPLISIHKVQIASDEERLPTAGTCMN
LLKLPNYSSKAALKEKLLYSIRNAHGFELS                                                  
>Aano_F0YIA3                                                                    
MHASNLGNQRFTKSWITGGLCEIKYPSLVLSLSRNYIFAFTKKNIFNQYIRYTTAQAKKAEDDYDYPDDLPLVVLNRRKA
LVDPMAAPELRLSSSVFGQLFDELHFLEAPLLRMGYMHPMDDGQERTFKVKFDGEGVDDYGGPYREVFAQIPSELQAFKC
SPDSSRTTCYLPVFQPTPNTASDTELDVPKFILRPQYTAPMYLELCNFLGQLVGIALRSKALMPLEFPPIIWKVLVGEDA
NAHDLASFDRDALMMLKRISDIYEAWCKDDIRPRETPADPSAGFFWVSNLSDGTSVELHPSGSSELVNMSDIPLFLKVSS
ECRLQESKFAMLAMRTGLSCVIPPCVLQLLSWAELEKKVCGTPGIDIELLKQNTEYDDDIQPNDNHITLFWDALRSFTGH
ERSIFLRFVWARTRLPPTQMEFTQKFKIQAAIGDGPRESPNKYLPKAHTCFFSLNLPKYSSHEVMVSKLRYAMFNCIEMD
ADFKLTDTELAAWS                                                                  
>Ptri_XP_002183553                                                              
GEEGIDAGGVTREYFQLLSAQLFDVNSGMWSNRFGDDSRITWFNSDCIWDDDGYFLVGVLVGLALYNSVLLDVHFPQAVY
RKLLGLPLGLEDMVDEEVKSGLQHLLDYSDDDVEDVFCLTFDVAWTDLGEEKRKELKPGGIDTPVTSDNKEEYVILYVKW
LLVDSIYPQYEAFERGFMRVMENSSLDLLRPQDLELLVVGTPELDFNALMSNTQYEGGYDSESAVVRNFWKFVEETSHET
RLNLLKFATGSSKAPIGGLGELSFKIQKSGPDSDQLPSSHTCFNTLLLPDYGENYNKLAVRLGRAVIECEGFGLQ     
>Ptri_XP_002182512                                                              
LPHYEFLGRVLGKAVYESILVEPQFCLPFLNQLVGKSNSLEDLQNYDPEYYKNVTKLLSLSPPEIDSMGLTFELTLGAGS
SSRTVELLPGGKDLPVTTQNAIQYVHLLAHRRLNIEGSRQVKAFLRGFRDLIPASWVRLFSAYELQKLVSGDDTIRGIDV
ASLKASTQYASGFHPSQPAIQWFWEIIEELTPGQQRKFLKFMTSCSRPPLLGFESLVPAPCIQQIRLPDALFLEEEEVLV
KRSPLPTSSTCMNLLKLPNYGSKKLMRNKLTAAIESGSGFELT                                     
>Ptri_XP_002181686                                                              
MRQRLSVQYFNEAGAREPGIDAGGLFKEFWTDLCAIAFNPNYALFSVTDGAGNCLYPNPSSGAAHGTPDHIVLFEFLGRI
LGKALFEGITINPRFAHFFLSFLRGDYNYLHMLADLSTVDPQLYNNLMFLKAYEGDTTDLCLTFSIMHDQFGGNKDVLLI
PDGANVEVTNVNKQRYVELVAKHYVVDRVKDQSEAFTRGLWEVIDRSWLRLFNEPELQVLISGVSDGKLDVEDLRAHSRY
AGGFTGIDRTVNRFWSVLSSMSSKQQADLLRFVTSCERPPPLGFGSLNPPFTIQRVGILRDGDKLPSASTCFNVLKLPTY
SSEKVLKQRLLYAIESGAGFELS                                                         
>Ptri_XP_002180632                                                              
LDFDVKRQWFKTQMRRLRQQASRRHGSLRLQIRRKYVFEDAYHQLRLRNADEMRGRLQITFRNEEGVDAGGLSREFFAIL
AKEIFNPNYALFTSTEDGCTFQPNPNSSINPDHLSYFRFVGRIVGKAVSDGYLLDAHFTRSLYKHMLGLKPTHHDMEAID



PDYYKNLKTILEYNLADIGLDLTFSIDDHSFGRSQVIDLISDGRSVAVTETNKEEYVRMVCQHRMTTAIQSQIKAYLDGF
YELVDVDHIAIFTARELELLISGLPDIDVFDLKKNTDYVGWKATENEIEWFWNIMMSLSRNEKATFLQFVTGSSKVPLSG
FSELQGMRGIQKFSIHKVGRPMGSLMSAHTCFNSLDLPPYSSEEEMREKFLLAINEGASGFLFA                
>Ptri_XP_002182061                                                              
AWEDGHVKIVVRRKHLLLDSVDAVMSLGRDDLRKRWRVEFLGEPGMDVGGVSREWFQLVTEQIYDPDFGLWLSSVNNQMC
MNINPSSGMSCPEDHFIYFRFLGRILGRALFDRQVVKGHMVRTLYKHLLGWPITFEDIQSQDEEYYQSLKKLTKMEDVSL
MCLDFTATEESLGVRTEVDLVEGGALKEVTNENLAQYLEANLQYRMLGRIKPQVTELLLGFFDIIPEPALTVFDANELEL
ILCGLPEIDMVDWQQNTLYSGMFEGKGCSSEVVTWFWEIMKEDFDQEMRARLLQFVTGTSGVPSRGFAVLQGIDGNIKKF
TIHGVDSCNYYPKAHTCFNRIDLPLYASKKELFDRLKTAITMSGVGFDME                              
>Ptri_XP_002181887                                                              
MRMNVRRDHLLEDSVDAVMSLSRKDMRKLWRFEFIGEAGIDAGGLAREWFQLVTDEIFDPDMGFWQSSETNQMCMQINPA
SQMIHEDFKVYYRFLGRVMGKALFDRQLVAGHMVQFIYKHMLGWPIQFKDIRDSDEELYFNLKQLTELAANGEDLEMLCL
DFTTTVEVMGAKQAIELVDGGADIEVTNDNFPEYLEACMKYRMIGRVKEQLNELLLGFFDVIPEPLLTIFDFQELELLMC
GLPEIDMQDWQDHTEYSGDYENIGGEYPTCQWFWEVVGEFDQETKARLLQFVTGTSGVPSRGFGVLQGNDGNVRKFTIHG
VSVGTCLYPRAHTCFNRIDLPMYETKEELKEKLKLAVTMCASGFDIE                                 
>Ptri_XP_002185487                                                              
MLNSFVEGLANVIPYEILPIFSGEELRDVLCGNPEVEVDLLRRVVEYEGYEASDPVVGYFWETLRSMTDRERKTFLQFVW
ARSRLPMRESDFEAPFKLQKDLVNVGEKADLALPSASTCFFSLTLPEYSNAALLRDKLLYAINNVTTMETDFQTNSAEIA
EGYRAL                                                                          
>Ptri_XP_002178799                                                              
MPTLNGDNNRNKSAAAHNEAEKAKPFIMSHRNYNGGRRHDHRPEKRPRPEIRSFPNGSNNQSRGPLQNSDYHHHRYNPSR
RPTDTHYEPSLPSRDHHRGGRGPYSADNGASSYRQTTHRQRTTAPPSSFPLLRHNDQERGLNRDWDRRQGGADHSQQTVS
ASASASHGDPQNRPVGNTSDDTRLEPSSDSQPSSANLKHHDAPVLVPPDEWAAMTHDEKLQNMLACRDLVALGLPALNYR
QIEQRYPLAVDETKNALRAKLQQQDAVRVREIQERYESESDQYSSDDMQRNMVVSKPTLGPPKDFVAAFVAFIEALPECL
PLTLGFHISLGSDDFCFCPCGKRMRTWRAQFRLSVPECQGSNKGGTGGRAHHGGKAPKALLCHVDAKQSCVWHWIVGTYL
RILYKEYWKDSQGRPIVGHKALYDVNGKACKVAERMEQAEIMRQIQYLHTLFEKEKEKAEELQRRAQHFEELAKTTDRAK
DYQLEADTEDSLLKHFKLDKRDSAKKVVLTDSEKDSFSLKRSYFFDLCRRALRCRKIESTASIDLDVDHGFSLQECFEFW
KQSKDESHRFLFSNLKKNECGVWLNRWNIQFSAAINTKAEKWEDQDSLVAVDDGGPTRVFVSEVWRQLPALKAHHRGFDV
SLFDSDQKGGNVTPCGNDWLQSKFGKNAEIEEIRAALRPYYRAVGRIMLHCFFHDIPLAAHTMPPLLRHYLLRGVSPIDK
GYPLSDLVTDVVKMTNLSSADNPVVEFVEMCGDDEEAENTEDNFRLMAHKRFIEESDISLEALKEGLTLDGEVEISFLYR
PLSISALNEILFSREQVTAKDLCSIIEVQYDDSVGHEAVENQKSILRLEEDKEGKLIWVGALPELIYRRARTEPEYPRRV
LFFATGLLYLPYQGVKLIVEFNIEELAAEDSLPVAHTCTYVMKLPGLAYNGSSETLEERLDYSMCNSDKVGFDIS     
>Tpse_XP_002286700                                                              
PVELLSLFTGEQLRDIMCGNPDIDVELLRRVVEYEGYNEGDEVISYFWQVLREMTTSERKLFLQFVWARNRLPLKENDFD
APFRILKDTKVAKSDVNDYPLPSASTCFFSLVLPEYPEKEMLKQKLLFAIEN                            
>Tpse_XP_002294727                                                              
MARVLTCIPQALNFDRRVHLFQSLLESDKARTQDEAAAFQQMMMNEEGGFSARERVTIRRDALYTDSLNSLNPLGKRLRK
KVQVTFVNKHGMEEAGIDGGGVQKEFFDELIKDAFLPREGDAAIEQHPDFFVETPLQTLQVNAALDGSNDLLRNYEFLGR
VLAKAMYEGILVDPQFCLPFLNKLLGKQNSLDDLCNLDPEYYRNLKSLRYMNANEIRELGLTFETTSQGSKIVELISGGS
TTNVTKENVIQYIHLVSHQRMNVSGSRQTAAFLRGFRDVIPAPWVRLFSAYEFQKLISGDDAVKGIDVRGMMSVMRYSGG
FHPSQPIIHWLWEVVDEMDPTQQRKFLKFMTSCSRQPLLGFASLVPAPCIQQTRLREDNTGNDISEELPTSSTCMNLLKL
PKYTSKEMLREKLIYAIESAAGFELS                                                      
>Tpse_XP_002293434                                                              
MSLSRKDLRKVWRFEFIGEAGIDAGGLAREWFELVTEEVFDPDMGLWQTSATNQMCMQINPASEISCPDDHLIYFRFIGR
VMGKAMFDRQLVKGHMVKHLYKHILGWPIMFNDLKDIDEEYYNSLKGLKDMGADVEYVGVDFTVMEETLGVKSTVDLVPD
GANIDVTEDNLPEYIEACLKYRMLGRYEAQLNELLLGFFDVIPEPLLTIFDFQELELLMCGLPEIDMQDWQDNTEYSGEY
DRDGPNHEVCRWFWEIVSEYDHEMRARLMQFVTGTSGVPARGFGSLQGNDGNVRKFTIHGVSLETCVYPRSHTCFNRIDL
PLYEDRDDLEEKLKIAITMASTGFDIE                                                     
>Tpse_XP_002293393                                                              
MSLSRDDLRKIWRFEFLGEVGIDAGGLAREWYQLVTEAIFDADMGLWLSNSTNQMAMRINPSSEMACPEDHLIYFRFLGR
VMGKALFDGHLVAGHMVRHLYKHILGWPITFEDLELADEEYYNSLKSLLDIKNVEDMCLDFTFTEDALGTNKVVELLEKG
ADTNVTNENLPEFLELNLKYHLMERVKPQLTELLLGFFDVIPEALLTIFDFQELELLMCGMPVIDIDDWMKHTVYQGYFE
QHGEKSKTCKWFWQIVRDEFDQETRARLLQFVTGTSGVPSRGFSVLQGNDGNIRQFCINGTTCFNRIDLPVYSSKDELRE
KLKVAIATSATGFVSSVVILTVV                                                         
>Tpse_XP_002289133                                                              
LRLNLRRKYVFEDSFRAFIHRNAEELRGRLHITFQNEEGVDAGGLSREFFAILAKEMFNPNYALFMSTEDGCTFQPNPNS
SINLDDLNYFRFVGRIVGKAVTDGYLLDAHFTRSLYKHMLGIKPTHHDMQAIDPDYYKNLQLILEHNLEDIGLDLTFSTE
DHSFGRSRTLDLIPNGRNIPVTEETKARYVDLVCQHRMTTAIEKQIKAYLEGFHELVDPDLISIFTAKELELLISGMPDI
DIHDLKKNTDYNGYRPADQQICWFWNIMFSLSRSEKAAFLQFVTGSSKVPLAGFSELQGMRGLQKFSINKASGSAGALMS
AHTCFNALDLPVYKSEEEMKEKLLYAISEGGGGFLFA                                           
>Tpse_XP_002286867                                                              
HSYPQSPGCKRNLLQMESQVEQYKAMIGDIQINESQREISVDPFFHLEIERSKLLEQTLDLIKQTDAKYIRKRLRVAFKG



EEGLDAGGVTKEFFQLLSEELFDVTSGLWTTKYGDEINWFSSDNTWDIKGYELVGVLFGLALYNSVLLDVRFPLAVYRKI
VSELGLPLGLEDIMDLELRRGLQQLLDYRGEDVEDVFCLTHEVTWMELGEERKLELKPGGSNIPVTNDNREEYVLRYVRW
ILVDSIQPQWDAFEKGVMTIMESSSLDLFLPEELELLVVGSPELDFAALEVNTKYEGGYDKDSQLVKWFWRFVKSAPKEA
QIKLLRFATASSKAPIGGLGKLPFIIQRAGPDSAQLPTSHTCFNTLLIPDYETEEKMVTCIERAILECEGFG        
>Tpse_XP_002286824                                                              
MFADERADTAKKRADEAKQRRIRAKREKEAKEARKRKELERPTASIMTTQFLFFAYPTTLKKNYPIGEVKLENASMILED
RDLSRWTKLVKHVLLPGVSSENSDLDPLLPWMESLAGQLRLVKVLELCVSSISRKRKVSKGNTAANATTCDRGNASDCYA
SVDSFLRTILRLGIPTEGGGSVYRGSTRDAVYQKSRAMLLQSVSSNQQSNAPSSGSKGQDNEPVSCDIMLSLRFILLYGS
DGNTAPIPPDAERLRDKCISKDEKERIGLLFSLTADLLASPDSSGGDIGTYLSSRFVTEVLTVPLLVWKIPLSAYERLIQ
TTGSKTPPQLVVYIHHFINWNADKISDGRIDVALNVNGVSLSVCPAPAVLCLLANLTQIGKQCVLINGMDPKRFHYKVEW
VTIGSSSSPIVLSDVVIEQASALISDSYVRALFRCAIDDDALQTQKILGTKTEKDKKHEKDLKEIGSESVASLAAKEAMV
DRNRSFWQSSKWAKKLTQSMSNLISGSNDKPTKSTNSNKGSGQLMNTSSIARQLANGKGSINRAVTDVVLSSEQDSVKQS
TSSCSEAKSDHEYSVFFLLSLCRAYGTIIARWGGGGKEDLVKRALSNKDNLKQASDPASSTVDEGNVGAAVLYMFVACFS
HTLIVTDDIEIHEMEKPLPKHQLRRCILLLKKLLFRACCLDDVHDSTKKCNVLESNPLGLALISRSSSVMNDLYNRSSRR
LLCTPNFWIEEGLLEKDLARCKSHAEFTSLLSSPVCRICPFLISFKRRLKLFERIVTTNRVDIQGSNEHRNLKPGIMVKV
SRGRVLEDGLMHLNNLGRNMRQRIVVNYLSQAGTKETGVDVGGLFKEFWTDLSNMAFDPQYALFKVTEGSATMYPNPSSK
FAHGSDHIVLFEFLGRILGKALYEGITIQPQFAHLFLSFLKGDHQYLHLLTDLSTLDTQLYNNLMFLKTYDGDATELCLT
FTVANDDFGVSEVPLVANGANIEVTNENKRRYIYLVAKHHVCDRIKEQSDAFTRGLWEVIDRSWLRLFNEPELQVLISGA
SDGKIDVSDMKSNTRYTGGYSMLDRNIVRFWSVVSSFTPKQQADLLRFVTSCERPPPLGFASMNPPFTIQRVGIMRDGDK
LPTASTCFNTLKLPTYSSEKVLKERLIYSIEAGAGFELT                                         
>Pinf_XP_002909991                                                              
MDGGVLAILVNVSFVAVLAIAFFMMRRKLIRVHTRRLRELAAPLLGNPLTTNDHRLDTATREAEKGFEVCAVCEFENFKD
ALFCSLCGERMKKLEASDNSNKNKRKRRRKEKKDRKTNERATILPRHLTERQLRARKRKEWTRKLDVEGNMFWFRVKEGS
GPIVPARVGKVIRFVKPNENLKMPGQVNGPIAIQSEVAVVEPAKAKVFKEMADMDIIPATKWDAAARATGEVLEDDTQTG
VERRRETLELAAKDFPSKYAYFVKTTASLLVPPEVEFLKLSLHRDYMFEESMEHLGCIEEKYIRSAMRINFLEENGVDAG
GLHREWFMMLTELLTDPETGLFKATNGEDRAFFLNSNSRYDNGEEHLIYLYGAGRLLGRALLEGTVLNFHLCVPLLKLIL
GTPLCMDDVKYFDPEVYQSMTWMLENDGVEALDLDFSVMERVGDRTMTVDLIPNGRNVEVTDANTHEYLERKFEHLLLRS
VADQLYVFLKGIYEVIPLHLLVLFDYEELDYLMCGSPEIDVDDWEKNASVAESVARSPTLAWFWEIVREMPNEYRRRLLQ
FTTGCSRVPLVGFKGLTSYDGKVCLFTIRGIVGAPDEFVRSYACFNRLDLPLGISRSELKRMLYAVLDTEQYGFTTD   
>Pinf_XP_002999325                                                              
MTAGLAVLVALSVLLFVGAIVMLLFFCRRIQVQRERESLVFIQEPTDVYREELNDSFMEQALWRCGVCKFLNHPERKLCD
LCQTLRGAERDVAGNKKHSRSSFSRGSLSSSSTQRMGRIGETEAFSSSQADDAIGGSFRRPSFEFSRKPKSSNKMSKLQL
AASRRQQWKRMPTTDGLHRSELIMNLEGVHNLPFPDKIRWFSTEIHRLWLPWESGHAELVVRRDHLLQDSFELVAAMKPY
QLRQRWRVVFDGEPALDAGGVMREWFTLLFAELFDPSFGLFVSTVGDERSYWINASSDLLLGEEEHLAYFEFAGRLVGKA
ILEEHLMPVHLALPFLKHILGVPISFSDLQFLDDEIYNSALMVKKIDDIEPLCLDFTATRIVDGKPEIVELVEGGADIDV
TRENRSRYLDALFKYHVLGSVSDQLLSFLTALYDVVPEGLLKLFDYQELELLMCGVPSIDVEDWKKHTDFKFFTHNFPTE
LELNNIEWFWEVVEDMRNEDRVRLLQFATGTSRVPAQGFKGLISSDGRVRRFNVAFAGANQSFLFPKAHTCFNRLDLPIY
NSKEVLAQYVNLIVQMDITGFTIE                                                        
>Pinf_XP_002908361                                                              
MATKGASLLAASDLSVCIAVLLIAAAFLIKRAVRNTVVVQPHNSMILTTEHPECWLPNACVSCGFTNFAHVLRCALCGLL
SSDSKLPASVLPFLNEDVALPRTLKRREWTRELDAHNRLVWHRRLAEGGDCSPGYVLRFALPPETEPEAEREVSKQRQRS
LSTGYDPCAGVQFELLEPRDVDPTQFPLPPPRVDLSDALEDLKHVAVELSAQDFPTKYAHFAASAATLLQTVDDSARSYL
SVHRDFILEQSVQHINCIREDDIRSVRLQVSFADQGDVSSDGKEVGGLHRGWLTLLIEKLVDPDVGLFSCTQRSDQTFFI
NSQSKRVLGEDHLQHFNAAGRLIGRALLEGAVLNFHLCVPLLKMILGTPITFGDLEFLDAEMYRNLTWLLDNDGAESLEL
DFTVTQRHGNHAQIVELIPAGRKIQVNDDNKFEFADRKFRFVMFESVAPQLSSFLKGFYDVVPQRMLLPFDYEELDYLLC
GSDEISVSDWQLHTRLALEPRQEVTWFWDVVKEMSQVYQKSLLQFTTGYSHVPLVGFQGLTNYDGQLSQFTLTDASGVAY
FRSHACYNTLELPHFKTRDDLRAALYAALYNESSVNEFKA                                        
>Pinf_XP_002908199                                                              
MDNERSTEASMLYQGIGMLLLCVIFFVVWLMACRRNRHLLDMEVPLLSGESVDHRIDAATREAEAGYSVCASCEFENFKR
FDYCVLCGDKLPSLSMVTADDESEEEQEQHQQLRRAESNSSRGGAVSIVVNEAQSVDLMSPRPRKMSSLSRQQRRARNRR
EWSRKLDVEGNLFWYRSGGGGVPVSSELDTLMPGYTLNILERPILSTEVKVELIEASASDPAEFPTGKSTLADAGPERRK
ETVFMAASDFPSKYAHFVVSTASLIVPAEVEFLKLSVHRDYMMEESMDHMYCIQPKNLRSFMRINFLDESGVDAGGVHRE
WFMLVNELLASPTLRLFTCTNKADQSFYFNPQSSAEVGEDHLAYYFATGRLIGRALLEGGIWGFHLALPLLKVILGLPVT
FADMEFLDPETYRSLRWLMDNDGVDDLGLDFSITEQINESEKIVVDLISNGRNVAVTDSNKREYLDRRFRYVLFESVADQ
MHAFLKGLYEVIPREMLLIFDPEEFDYLLCGSPEIDVTDWEAHTAMSPNLEGANVTRWFWEIVRQMPNEYRRRLLLFATG
SACVPLSGFRGLTSYDGRLCPFNLKGVSYKMTQYISSHACFNRLDLPLYNGKKELKTMLYATLETDLTGFTTA       
>Pinf_XP_002908115                                                              
MSSSATRSKQTRLLRQASVLHELQESQEKDSLDGRYARLMAELAALCSDRNNVMTVESLQFFASSGRAEPVKLERAPERA
DAQQKQSSSKQDDLLSADAARRQRVEELTRFFMEAKSDIEFALGGGHDAQDPERRLAKLHARLLKEKLDNRVYNVMLGPI
REQDPALYGAILCHPLITGVDPKKDKKKKKKRKDRDRKDKQPSQTNIGAGMLTPDLTADPLSEEDMKTNISRFVAKSIAD
GSLQALMLAAKLLLTFLDHQSKSSEAALPTFPLASHLRVLRGEKAPEYKPKKAPGAGTKQVTTPTKADQTVADSSALDRA
DSSFETDLQSVVLETATSAEMDLDSDRGSIAKLRARLSRFGDDGDDGDDDEDDDDDDRGDGEDSLGGEGVDEDALMARAI



ALSLSPEVNLRDQNGSDDKPSTPKSESKLEGAATEQNEAPVVKTRPPKFSAEELLELGPFTLPSDSMAAVDGVTVVMALI
VQMAKVCMEYLKSCQQGVLPNKSPVQPHPLTFMLLNSLLKDLHTSTAPHSRWAEDPSWDAKWRLFTSCSMLSLFRVLEVN
FFHVEVVGIAPASVGLGQIPKISPQQNDGKSEGGNPLLESLKSLVLHYVAVESLPQVDTGKDVVGAIIFSGPASCSPVDV
QNAAAYYYRRIREQATAAWIRAFAIFYDGQKERHMILASKLTECLKLARSGEQNVAWKFHQLDLLCARLALPDMAQQFVP
TCVDVIEHESKIEREQKTQSGTDSSVKPIDDGALQNAASKTGKIKAKWSPAVIRASLDSGSLSARCLYDYISGHGPPGLL
DTLMESPGGCPSDDALNAETLANAYDEMWDMGRKQKEEALECINRLPSLVDLLRESILSSGWHRFSFKDSYDLVHAPLLP
LLEKENLMRPPTLNARVVLLRSLQDLMIQRIGGSRGDEPPALEFDSSRCAETMTLSDGNRTAKQYTAKQWGMVMATTGCP
PNTGIHEWGVRLDRCEKGHIFLGVCTRDASVATYVGGDRQGWGLIGTRALWHARSKVRGDYGDGFTTGSVVRVRLNTDSG
ALSFGVGDSDWGIAFDGLTQHGTLYPAIGLYQRDDQVTILPVQPAVDTAFAASSNGEAVEQKGVAIPAVLKPFLHHAGAL
LESCCSFLSSPALNDLNISDQQLSLTPRQKVERARDYERLVSSHPLLFSVVTPLISSLSLIRNYHGLSSTLAMTFVPWCI
RTMQSIERVNQALRALATSNEGDDCVSPGNLVLSVAGEWELKSMAAGNIPAQQYHLTLSQGKDGSMHGRSSGSFTTVTLN
GIARGTKVSFVEIWRQGGTCLVEGRLRADGTVFTGSYEDTKSHTSGCIVGNKVSRDSKDTDERQWVSNQLVILEMVIANL
LGYFGHALTSLENDDVLVDNCSLDDYDEWVSSSLLEGGLPLDYVQTHLKSVLGRCSEITGVGSAAATGSLPVLTEATKTW
MQFVLPKMLSVPLPNADSTPVAGARVSSPFLKDLIENRGEAAMLDQWVSKHVGESPFVRLGGEPMKVTRRTVCAAMIWHS
GFLNFIKKHIDDSPSNFTESDIRPHDNLMHIWRAAQRVIEWAIRAKNSMGSSYTVVAGLVIRKAQFLLEIEPSAKALAAA
EAVFALTTVDNGAQRIASKSAVYECAERIYSDVLVQVARFVEAPVRVSTLQSRMLGNCTAAFLRTIGMLSFRNFVGDSGN
NHRGVLTADRHEVIQSSFALSSALQWLSPSLADFKAHGGRGGSLSKDFGDFGASSTYYLSGLGGCGKHLKSDLRDSFESL
YGYLSASLSKATWAHDADLQLVILLAWGIIIQPDDHSFLSRVGIFRVLQTVLDEARGSSDMALTETLADPSRNSPDDAAL
IAENKKKIVQAALKVVHLLAAQVAHASDTADGLLNASDLPSTPGLSLGSIPLLRKPSGPETLGKSVFHMLYTELKNSLEE
MRQNRGNMAVNASSTAFVTDPTQSGDPSTSGSEAVFGGGMDDAQEYCYQICSLLYSVSGSPVCRSHLSSSRWLRLLLALV
DVNSPQIQRRILKLLRRLLPSLDPSSIKVRYDEVESFDMDSDDEYDADDEPDHASTLINFFVGIVGMNNPPSVANVMLQR
LANSSVSGNAEAPGQVSSSGFNGGGLAAEVVLLLRSLYESDKWAEYLNRAISDALASIPLVCVTEQTGAIAETADSDVEM
EDMSKETPSLESWTIQTTNYVRALSALCILDGQIEGIHVGGTVKIMPRSGSSLQEIAFRGARGVVVAYEAEKSAAEVLLR
GNRADETSNQQQSLPPTRSIPTRPVRVPIDDLFAVPEVELPNNAFSDEVLQSLLVARFPYFLAEVKKSLMDVSIIDALNG
ADEEGGNDGESEDDDDMSNDGSSSPSAMDSEMPSGAGADESDSEANGSSRHEESGAESASPTEPTDVLAEMEKESRLYRM
LLCQHGLRAAATLLKNDYCAATFIRGVGPSGLKDLLMVAISETPTTAGVGDISSLEESWLMLWSRWNAIRTDSSPGPMVQ
QMMEMGFPKEWCDVALARCSQNVEAAINFCFEHSSDMERLVAEYRSGRSGGDGSSKSARKDDFEAISPLLEQLSEMGFPF
NWCKKALAANRNNVDAALTWILSNGEALEAEDRRDEEAKLRAAGGDGADATVPTTTIPEGEDSVLMPNPLRAVSGQACVG
EHDLMVEGLVGGGFASVGAPDCLVSSGRWYYEAVLHTNGCIQIGWADVAFCGAADRGDGVGDGAHSWAYDGWRQQRWHGR
SSPWGSKWKQGDVVGCGIDADAGTIIFSLNGKMRSANMGVAFRAVDFARGVYPCASFNRRERLQFNLGGTPFKYPPPPGF
QPILNVLSDTHDLSLVPKGFEVIGSREDCLEESTGEENYSSDTRYFARDMHPSMLRSSGHSRSSGFTSGSGMTKADALAE
IKALPDNRVYVELLVVTRSLAILQARRALLTLLAKWPKSEVGPFSVAACLSGGGATTASEDAARFIDFVKLIASLSALHV
SNALPSTSLTLPDDDALHLLDCGATGRFALGLLSGVVQSALNNALSTITSGAYDHNPLVDTTLSCISSEVKRASQRQYAR
IPWNSSEAAITAMLLQVTAEAGQTWSDKEVLSHPNLFLAEWISGLLLESLEKHKERLSSPAHDRIRQQLLRAWTSSLKSP
SMCVKERGATILAGILQDILPKTSEITDASDVAAIDDETKMRLKLALEVLPLQRLVDLSQERILREYPNAPVCSKYVQSL
VELVSATGLVMSAVGQSTDKLFESSSSLQLQACKRIEGDLEPIDQKEYEEVMAAKKLLEAKLAQQAAEEALKQEKLAAER
AAAVESGIDRDSSNSGVTNMEVDNSDSEEAPAITLSAIANMVTEDSDVMAAAAAIDAGSGDQLDIKGLGRRTKLPMPELL
QENVDTTFEFRLPEEDPVFDTAMLNTQEIDVLEAAKRGIMGEEPRGWKHGNDVGVLADAHTQLWSGTLTQFRLRQKQEET
NQTELKVGCKVIRGPNWKWRDQDGGEGSVGVVEGVSPWSGVDGEGMSVRWPNDSLYTYRWGADGNFDLIHVEVDEDGNIT
HQVPTPKAKQEDEGSFGSELHLGVLLYLCVAGMMEWPDYGAAVRVVGMRYADGSLCVQELQLTRGNPDMGWMLRFGSEKW
QPGTKYMLRPFKTQEGISTNDASKVETLHGEYSHTGVKDGELVEIRGELQISTKYLFTMDHYNHFSTLCISSDGLSVTCH
SGESRNLALGTVGFTTGVHYWEVHVEQAEFGSVFIGVCEKAGPPGSQAALSSRLNRWHGWGFVNFRATYHNSTERIYGDH
FNASDTIGVRLDMEQGKLSFFMDGIKFGEHIVSDLGVAFENIKGERNSRTLYPCIGMRKGGDRVTLNQKWVSMPGVSPRQ
ILSDAVDVSKSLHSWYLPETLLRESWSEWKRWSDNHWQRCHVRPRGISVDFDTSPAACIQVSNAAGLGAPFLAGDRVRMC
SKCGQELNQPEEAVILGVYRGFLWYRTETQGNEGADEGRAWAWYWSPSELPELLLIRRGGKDMTLIENSAMDMSDYENAP
EHSPFKPRSALEERAKTDFNAFVELATRAHSTTSDMQLVERLNAYCAAIGLDVTNLKITDVVTPEEMEETESSTDAVRGR
SRTRSLVTDDYFTSPALKNISGPELRARTAVLRILNSKILRVLPIIAVQPDDGSSSQPIELRSLRRLVFTNTKRAYWDDV
LRATTTSTPLPSDEYEDPREIRVIRINRIQAQASRLSLLSQPGDRLRRSVFGQLYREMRAWSDSFFRRAYCGKGHGGQRR
AFKVKFLGEGVNDYGGPYRAVFEQIVDELQMDNVELAKGEQGLLPLLIPCPNRRSATGINQDKFLLNPSCGTALLANGPM
ALDLHRFLGKLIGTAVRHGLQMGLDLPSLVWRPLSGLEVSRAHLESVDVAVANSLTRVEELRTETTETAAQEAEEVLGYL
TLSTTLSDGVEVPLVPQGEKMAVTLANRELYVQLVEKTRLTESSQQLAALKDGLASVLPMELAPLFTPRELEVLICGRRE
VDVDLLHQCTEYSEGADEAMQHVQHFWEVLREMTSEERTSFLRFVWARSRMPNSAKDFPMNFKLQTAQDPGASSQPDLYL
PHAQTCFFALRLPAYTSKEVLRTKLLYAIQNSPNMDADVRLHNAEGWADA                              
>Pinf_XP_002906900                                                              
MGTQASRDVDAAANAVGPAALQDEQMSVRAWRTGVPFTLLHDEGFVVEKFQELLVTSNAQQSNKAVGEAQTTVSGLDEAS
MDEIQHATDMARIKLFARTKRDSGTGGQCSSRPASPSSLGPGAASMLTSSTVTENPPSALAGMAGNTLSRESPESVDSER
LRSQRDKLLQIYYEQIAARMRQKHIEDGEETTRTRGLQGAEGHEISQHVTATSVFTVGSLRMQLEMLREFRVLSPKLFES
GTMTLVQTLLDSPPFALQDVVADSPEDTLLSDVHRFCRDVLHPEQGTQAPSDIQRQVALLLLFAIGVSSGRIRLLLEFVE
ELLTQSYESATTKPLLVQGYPFTAWVKVFMQRMQSYRIDYALGTFEDSAFVKELAIKTLPGDPEDDEAGNTSDEFSATLT
SSFAMDGSYAYTWSITKGLAMIGTGHNFTIAGRVYAEVPASEYLRRLEEKRTIRKLVYGFGDCIKDVSELARSELGRDHV
GSSGTSVQDIFGALGASSDGSRLLVSYHVDDVQDVCILENRDLFILPVPSTENGDADVKVYRAWYGELDVLNTEAVLHFC
NLLEQKRSKSVTNSNVTLSRDLTEQLLTLSGISLEKIADSKRLMVVFACGDNLDSVGAQVLAEGDQFVEVEERASDSYLS



SLLFCDDSLYLSVMYPEIDVSGMLINESYQRCRRLLRISPQGLGFLEYFPLGKDCPRAHDKKCELPLYAYATEGKLIYEI
DMGSSEIVVNVITPKSLSGGRKVLEVTRHFVLNEKTVLCREFLLCLTKIRSVIMDNEDKLDVQLPLFYTNGASLGMLLVD
PTLQESEQNHVHCVLFDCESGLAKELRENEERTSCLECSLSCTSACFDARNNLLWLYDEHKRTLRSYQNSGKRIPLDENS
IPSVVVSKKTGDGEEPSSIETTALSVLGFVYKNAVSSDLTVGNDADNNSAIRVPFAVDVEVETFRLLLAFTSRYVDIFKA
NNASIVQIYILQACLGILNKNLESLLQLADGHCKQESISLLKSSLSTPLDKLLEFSTDERSHVQVASVALDLYTTSIRIF
HSDVTKQFTHVLRYLQSWQQAKTTRMELKILARLLAHLCTRADVIYHSMVASEDSLEQFLKLVEFAVGMQQRKLRQAFAL
RDSSESPFELISLVNAITQASFVSLCAVGDDTCSRQALGVALVVLEAVRDACSSICSDLADQVKHTDCQSLWTELESIVK
DSFVGILTPVVLSSGMMLLRNRKSLNGSATNAISATSLRLFDFLKGNASKMLELMVNLDVLVSMIDPKKREHVMENVSMA
VKSETMESSHEYENNLDTLTELQVPGATRMVITFDPRSRSEVNYDYLTFYKDKSPGEYYGSQFYSGRDSEQNWPGVGDNP
PLIIESDHCFVYFHTDGSNTDWGYKFTATAEILERKKSLQQHWIVFLLESVVHLLDESIKILVDGSVFAPIDDMEVQNEQ
YLQSDLLRSGVCNEDNMNAEVLRLLQDFVDLPASSDAERVIQALQERSGVSRPSLALARSTSFDQITRSAPNKSVNSAVR
AVAAAIFHHNMWGMDAYAFTQNLRDDISEQLLRGWKNAQKMRDWFHLGDAADAGQMASSRRRSGRLRRQPSAYMGLSEES
LAILCDNVIKRAQFLLEITPVSFSYVAGAKRRWGLLAKYGHAIGKQNSTDSQLDKWYNLLDELQAATELRSLFQYRRSSS
ERLKYGQAKSVTEQVLEFIQSDVDISEVRKVIEMRNRRAECRALGMEIFIQSLKDCPSLRMRGVLLESFTSTLKCFAIAN
SPTNVSGSSSVSPTSALESFPRLHFDALLSGCDEALRQRIAEAFGNCLAVFAKQAASVADDGTSSGLVTCMLRCCAMDYD
LEDSYLLQESRVLPQILRLLSSDSITTRNAAQSLLGVLLSRFIAGRVESNSEGDDDGDEHDVGDAHDISAFQRQLFAAVG
HQLECIVSSIKSALSSHDRGLGKSFPQYLPENSPGFISSCLQRSAVSWNHSIMLWVYCPSKGPLYALKLGDEVRRGPNWS
GTDESGEDGETEIGTVISIPTPTKVHVRWNSSGLTSQCDFDPKHGKFDVVLVDEGVGGTIFLKGNKNMIKDSAAAKPWSH
FGLFLTDSRMLVYKIACGSDKESVFETDCELDADQWSHVAIVQDEDTLRVYVNGLMVSLHILESFLVMNANVNPAESAII
ESTHPLEDSIDEYCPVHIPGAVKIRLTFDPLCDIDGSTGFVRFYKDAKCVEYWGEEKYTGKYSDPERNFPGAQSNRARLQ
HADASNVDLNVLEIPSDRFLVYFHNEGSSNSWGFRILASPELATSEEESTSPVTHLNPYPFYFGEAPGRVLDEPAAKCWI
YQPKVLSYPISESDLTSEIQTSFPLTDIASNVAPAERTLYILGLFRTCAETSFGRSLIGTPGNLRNILLLSFDNLVPVEI
RIGAIKVLKDLVGILSTDDMDTQVATALPGETDGFLPFVFQRLGRALNVWRAFEDDKVTLAREIEEEDADGDQLELRTSA
QGEASLVAAYVLLLRGAAEHSCWGDQVFELVISGLQSQILASLALLGGNYGGAYIGGRVSCCVNVDGKEMIETGYLVQFR
IKSGNQTARVIFDCDQSNIVDVPLTDVAHLDDIEKKELASFLKGVTPFASGLKDLYQGVLDLTDASPSVDSYQPKLTKKE
NVEVLESEHPYAPGEDVTYSLNFRGATEIEIRFDKLSCTAGPNDYIQFKKKEEDLNEGGGNVEKYWGEEKYYGESFPGVG
TTPPLRIPAGSVDVHFYTEGSSSGISEWGFKLTAHAFEEALIYPPEIPPTIRTSALSDIRARCITSFGQVLQSLKRSEIV
PTFTSLLPSLTKIANTPCDGRPIQSSPKSQVFESKHPYANSVMEYMKVTFNGASALTITFDSQSRTEQGCDYLCFFKDKS
LTDRWGAYQYCGVGSDANWPGVEDRPPLVIPADSFTLLWATDGSNVDWGWKFNVTAEFLPEYPLDKSLKQLDARSYRLFE
TLYEKMSHQRTPLKSEFEEFAGSDHSFKDKHTSDPVRQLLLDCSSSESVRLDGWGSVTSRSSQSFRVIDAAGIKIYQERN
RDSNVLAELKVGAEFVAVVDLDGWLKVTSDNIDQLNKATCGWVWQRTGDTVHASPSTACANGEDLLTLGVDDLSFESRHS
VLEMDERNDEEQLLTGLCSAYAFDEFKGQTDRIQSLAYDSHRAVATKAARDAIFTFLSCDPKRASIPLSAFGNAEDIFLL
LSHFFIGADADTAFDNHSGVLLALRKRLQQMVRSGDDDAIISAVLVRCLEILKSGPQLMPKGRGAVRVLESTHPYPDNAD
QYWDVSIPGATKIKVVFDRRCKSEAGCDWVRLNKSGSNRTEIIGPDQIGGRGDSENWPGTGDRPPLYIEDDSFEVYFHSD
SSNNDWGFKLYAIGVFKEEGKVSRTDIKNPDTVVQLLSMTGWMLEALTSIPDASFCASPATLKLLYSAETLQTLMFCLNE
SPQSIKTCALEILSNMAQSAAFHTIPAVLVEHLRDLLNVKMRAKHQAEERVELKSPYLQTLVQCAVALDLSMDSHCFGGS
TTSAMEPLSLLPFEPGTDGVSTFISGPSASTSRCYQFLLKFAKLASAMTIGLSIGEPEITMGVSAGFVVWEDNGKLSFGA
RSKASDGPALNEIRGYKSRIREGDTVIILLDLPRQMLVIRKNGIVAALVAGPPGSGALVPWDELYPTLQPESDIRLVVSH
SCFDNRIEFSSLSCSSIALIPQSRVPNWYGKVVDAVSMMLDFRENLSSTVISRESRHPLASSAPSKPVRELVDINGAVAL
EIRFDKRTKLQKRDELRFFAGNEVEASSEDAGNPVVVLSGINGEQDVTESPHLFASDCMNQSNYSLSIGDLVVRSHDWEY
SNEDGGAGNAGVVQEVTSWGSHGGKGVRVRWQENGFETVYRYGVNGRYDVQNLEHTKYRSAPLILRGSTISFEFARSTLP
TTTALNLSASSDFAGSLELDGTMRLDLKLVEENERVLSKSDCSAEFWACISTDIFEKVDDSAYMEVLRIDGTRGRVILLS
DRLGRCTLVLQAVDTSGALMKHHQCRQDADSDSAGSGNLVFGQWIHLALVFSGSRVLVMRNGNIIYSARCLEHDRLVLDS
NSALIFGASCSRATLPNDDLPLSFLAFRGHLYDIRLWDVAFRVEQLRSHYRGLDSVDVVPKSSSRPGTPTSASKRPLSPA
MTFFSSPRSPRSSLRPVTVPHHMRKWVTTNRTSKDISTVRLNCSVKASPLSNGDGKPSDTAYYEAHVLSSGKVCVGWILG
GANMHSKSGIIGEERNSFGIDLSKKVAHFSALSKDLAPFTRVDASACSSPRRSFGNSFGNDIFCRNGDVIGCAINLATGK
LTFYVNGTIVAECVPSVDQSTETALLDTKDQEFNALVTEIITVDESATSPGVDKRFYPSASLGPQGAQGLAWNFGQRPFK
YEPSIEEGGVLSLLQASDCAEENAHFEVYDCDEQQWDRVVYRHKVQEITPRLVGWWKLNEGVGNSVDDASGNCQQGLIAA
NNDTASKSKASIFARVLEDTGENAWWNETCSPPPAARRRVGDGNSASPFFSFGSANDAATKRDSLWGYKFYVIPHFSMET
VGRRRFQSQSVRFGDSLHNLLPRHDQQLIKYINKKGQRKDLNAIQLLHGPWSDIAPQENELVRWPALMEIIASPSDDAKM
EKTSTKPLVDAHGRLSKRFKVLQEFNAAVYRILPFIAFHAPRVDTVDFSTTGQKFMLSDLVMEQRHRILSVVKRTVWDSA
LGRTNESGVSFELTLNRPKAMRCRATGKTDVEGRHTLFSQAFRQLQALDGTHFRREDALYHVTFLGENAQDAGGPYRETF
AQYCEELQSSQLPLMLPTPNSQHNVGVGREKWLLSPGAQSSTTLQMLEFLGKLMGASIRSKQYLALNLAPLVWKKLAGER
LVLDDLAAVDSMLVNSMSRMRTIDRYGVTEEMFEDIVMETFTTLGADNRVVELKDGGAHLPVTFSSRCEYADLVEQARLH
ESDDQAQAIFRGLAKVVPAKLLACFSGAELELMVCGSPEVDVNLLEKCTEYSSCSPTDDHIIWFWRALRDFSHEERSAFL
RFVWGRSRLPASADEFPQRFKLQSFNMERAGRSVDAYMPVAHTCFFSIEIPAYSSENVLREKLLYAIYNCQEIDGDGDSV
AANQLGWEE                                                                       
>Pinf_XP_002906500                                                              
MPNGTTVCAGDCSSSDDQFETIVASQGFENESIFVEIRVVATGKDGRAALSFSIVGNDFLEFDSPLKQKLDVKWRSAEDV
LEWGIFGILFDFEKATATLYSDRLEPEVCHFNVAALSKPLFPAVSALCNGTVFDVNFHPHPRLELPSHVFYPATKLQNQL
TASSTELQLGKTLQLQLYSCDGGEFSSSHTASNCLVDDTTVYSSAKGANVNLVFKHELDTPMCVSYITIRGPGQGYSSPL
RCAAVFVTSTPPDLSSYQEFDNMTPEQFAALPFPPSNGCCPRDETLPVALFVLDSSCTQISKQLAYPATGRYIIVKAIRP



STGTNIDIGYLGFCGIFDRDNGPAYGETTTTSYRCEECKRMPLPGLHYGQHDDDSIKLCTACYDDNRGDLDSAFYVYTSR
ESEEDQMAVNTLLCPPRRSWNDKIAALSDVLSKSKTPKAARDGSTAGEAGRSEMLPTVASFEECELFSCGQNNYGELCLG
HCNSTSKLEHVPFFSAKGIRDVAGGNEVLAVVMNDGGVFTCGLNKSGQCGNGTFEERVIIATPVRALSGIAISMVAAANG
CEHMLAVASDGAVFSWGYNDRGQLGLGSTISKSHTPRMIDSLREKYHITTAAVSYHHSAVVSSNGELLTFGMNDCGQLGL
DHTQHQHTPQVVDALSSQVVTKAACGLYHTVAATSDGEVYSFGKNDYGQLGLGHARNIKTPALVKTSLGESDEKIVAVSC
GYYHTVTISEKGKLITWGRNDYGQLGIGSKEHKNSAQFVPLPMSSKIKNASCGCYHSLILMSNGRVMVFGRNNKGQLGAG
ARTLSSADLPLPVPSNSLANDEVVRIAAGFYSSYILTGRSSDNADLDGAADDVNQSKDLPENSCLENSDALFESLMKEID
SKYVTDVVPKRTPLQLMRGYSQRKLPLVKLHAAGWAMARALMYRSIQDADDKTSKRAGGRVNPVLSLFISFLLENLKLLQ
DDSLSGAVWTATSSFELGGSVSLKRVCVGLLQYFGAKFAVPSPTVGLVGGQTLDKLHGHFYKNQILSVLLACGSANTNVG
STIAANPVVTAHIIGGMNSSDVASATMCIRLAMLVFPHHSMSALNTIYRSQQFTPATSGDILTMLMTLVGLPMLLRPRLC
SHELGLECSSTALCQSACCLKGIAVTKDTGISHTQQVVLEKAHVADSKAAEVVALLRYLTLYPTWKVAINAAITRGFARS
NKVGELLDAICAYYTNVQQADIVDLQTAVLGGLAGDKDATSLRKPESTTSSPETDESVNNTVDSNTQAEESESTSRDKQS
LLLWQKAKDALDGLAMIIAAVSIVGGHVEGFREGGCVTIEDDGTQGSRRLGVLSGVMRDPRTADLLAQVVVNSSAEAPVS
PLIPADARAQAFSLSKLHVVERVPALVDMFGDVEGIITTLSSLVSEVLSVDKECATHCDLELPQNNSVQEVLRNRLKMYK
HQLRWRSAKALSSLLKQISTLSPTQLSMDSQLVSSLASLLSSENSLSWASKSEVTGLETATTLQKRWICVKQRQIFLDTE
EVIDSALDHYEVEMRDQVVQKLGSENALSWGMDAIQSPRRKVTHPSFAGSGGAKQRADRSSDGDLPFGTWGILLPLPPLN
ENEHAVGPGSSAIDYTPFPLTAPIIRVGRAADACDLIVNDRSVSGRHFHLRRLRREAEGGETQFELQDFSKNGTIVNGVR
IHGSSTRITTGSRISLILSRGGLVTYEFQVRGSTGGRHPAILTGSQNPGDLNISIPGQEYQQPQIGTPQIVPRSPAELQN
RGNRGGAVPLESVADNRSRQAVTQGLRVITSIAESDVPRALLSPNPAMDSPRAGGYSSPRSSVLQAPGTPSVGPLTPSMF
STIMPPALLSPASYQQRESVAPTGPTGVTSPQGGVGSMLRIALGRDSVNRESRPNMPNELAKTRVLRSSGQIGLTTRSNA
SQAQEMQVLALRLLARTQDANLVVSATECEEALQVTAGNSDEAFVMIQRSRGSFSRNYSSNVRHLAMVLGRSEPVCAEAL
RQTDGSFGDALRLLLTSRATEPEKSVLSLRHVSANEALQSSEPLVNFQDIGDENPSYTLTESSALHPPAPPRLAARLNES
PVKTKKMEHTGNVDALQPKSDLTLWSECNSSFDESVRQMNSFEVELEEEVLCERLAAIHARKILLQIVRLFTHATQTEEA
PLSELTDPLVLRSLISILNVPGQANISSPYELEYQLQQQPNARKSGKIQQILSRMVNDVMARSPTETLARNLCSTQDLST
LQRSIDQVTERPTKIGWTGITRLIESLVENEQTRGEDVNGQSPPTTLENLTFETVLHVLSRTYAAPMAALDWDSSRLRTR
KADGSFPKGPIRLSCGLEVVVVDTYERLWSIPPSDPILKHRHKWRKRFSSGMENGWMKSAADYAVTIWRPALPPGLDSAA
SGSSWFCLGDVAKCGNGAPDAPMLLVNDSDNHGLLAPPVSFERVDITGKGLPRNSESDPDFQRKQLRSIWWPVAPSGYVA
LGCVAGSKEDPFEPPDVSCTRCVREDIVKQVDGFHCVWRAESPVSTGGGGVELPTTIEVENDEENEGENDGSGHALGSRS
TKNQSPDSSRLQLLLPVADDVVVQTSLWAVDADFSCGLLLPVVTLNDASANDPGTAFALNLSDDDLVLCAPVSVDNVLVF
LEILLQYQQLQSTKQQTKQIFSTQLRPELPAALFALIQQVLRENQPSSGKSAVSLVRALISVVQRGALWYDKQALLYCRS
KIMALSQDHDGGFTLHALLQAFVELMLAVEDQQHSQRVQELAACLDRDGGNSLSLPYRFHFAKQPFVEMLVSHSSKMAVM
RHLSGDERKFLLDYRSEDGSNRDALAVEGLGSPPGEVYSCRFEHTPALVMTMRDEVKAEIVYFEVTVMEWSTNSSMGGSL
ALGFSPPPFPLEGVLVGGSADGSRSYSFAPANGQVLCAGDTVVDRWRWIEPGGAVSPGDVFGCGLRLDTQEMFVCKNGQL
LGTAFSSIARPQELHPTISFNADCKLLANLGATTATPAKHANFSFRFHSLDCDNLMSSFEWFEPLSQVYGVMKALMDPAR
PDNVDARDEPTDELVNTAVVAQLPDEFMLSADNFLSDISEDVCIRVESAHPYDLELQESLVSIPLATSIRVRLDPQSETA
SSHCLQILQGGSTIGGEGEGTTTGEAEIRAFTGACGGQEVTIDGDSFVWRFPVQSNFQCRVDRVRKGPYIKLEARDTRLS
LVRDKGWQTAIGVARFDGGVHIWEVRISFVTASSNIFLGIGRRDVRLDSYLGKDNRGWGWIGNRALWHNGSKQRGTYGDK
FKTGDIVRLTLDLRRGTLSYALNGKDLGVAFGPGGTGPKLEGTFYPAFALYNQRDSIDLIGGHRVEDGGLEPGLSRTGSG
LASGEDSYYSEEEEDLGGFTSGEGDGSIPNFRMELAIALSQMGFPMEWCLYALRHCEDDAEQAADYILANMHAIESLVRE
ENEVTARRTRHRQLLHEQALALSESEALDTLIPPPPPIEDDDDAVRSMEEVASTGDDDASTLPLQQQSSGDTKWGVAFTA
VPEFSVTGRRLLAAKYGPKLRRLHASQRVFTPARDHALVQLVNEICESRAEALQSCDPLRMTPEDFVPTEEQIHRFPALR
GMPLEALQRRFLVLRNFNCRLQISLAFIDFSANNERSLLARGARELRGVVFQHVKLAWWLGVLKEQQAPAAARPEIEVDR
HRAHDALELSERGDPLAGEAGERDSVFAQTFEQLHGLQPALLRGADRAFKCQFVGEFGDDFGGLYRECLAQLSSELQTFT
PLLPVLRPCPNELMSTGENRELYVPNSHLRCHPRRVQMAEFLGKLAGVAVRTKTPLDLNLPPAVWKLLVGQQVTRHDIEA
IHQGCFQVVDTIADLDSHGITEDMFDELVDASFTVLSSTRETVELVPGGKNLHVTWGDREEYACAVETYRLTEFAPVCGD
ISRGVATILPAPTLGIFSWHELRTLVCGKATVDIALLRRRTIYGDGCQGTDPHIAYFWDVLAEFSDEQKSSFLRFVWGRS
RLPTHAADFTQDFKISGLPKAAGRADMYLPIAHTCKLVVICCVCCSCL                                
>Pinf_XP_002906435                                                              
MSPPRVAWIRSLNAVYSGDLTDRQLVARERHQWKRCIGGQSVRWVNIPFEAVQENEALSSVIIRERDFQDWRRRNPPKVA
GSSRVSVSSVLFSDSSGQQASWLTPGTAFVRDDSRPESRTIRWRLAEECSTSSRQYSKTILRASTLAFSEKAQWFYQYSL
KLCSSIVEGYHTIRIHRDRVLKQSMNLIMSAPSGTLHRRLRVDFVDEAGVDGGGILREWLHLVCSQLFAEAPGLFTLTSS
SAHQGYWINRTSTGKCTKQLEMYVFFGKLLGKALLEGLLLNVRLSIPLLKHILGGPLKLSDLYLLDETVYSSMMWILEND
NTNALGLNFTVEGIELIPSGADVTLHDGNKQLYVAKVAQYYLFDSVRAEISSIMEGFRSVVNDTVLHVFDFKELDLLLSG
LPQIDVDDWRQHTDVRFYEQSTHEFELVGWFWEVLESFSQDQRGHLLQYVTGSSGVPVEGFKGLTGMDGEIQLFTIQLGK
DVSTVYTVLPHASTCLNRLDLPLYPSKVELERILTMVVEMDVTGFSSR                                
>Pinf_XP_002999104                                                              
MGGGAYAPSSPNNSRVIVPAPSDEQLDLEEELEAKREEEAAQKQKAAVAHVVENLFPYAPVTVQTQKYPSSSAKAGQSYL
WITVDEAQIKRRGGGESPIRYPVGAAVDKDGNVFVSEAGSTPKANSNESATMCKISVDNIMNVAVNKDSPPVLKAPKLVE
AQQTELVVKWKKSTDSTVDRYEVQYRRADSANNAWAGLAVVTAWKHVSLSGVKCHSPFEFRVRARNPGGWNDYSDASEIY
WTLPGPPDVPRQPIAGTVSNTYASIFWFPVEANGAPPVIYSLELRESGGSQQSSFLRVYEGTGFGFVVGGLTPKTTYTFR
IQASNIVGATMFVESKLVKTMAYGKPEIVELTKAEKIAAYDRWVQCWDPKTEQVFYFNKFTSQRVIEEPPELAVVREEKG
LVNVDETPEMIFRRKRFRFHREIRQSMQGLNFGSIMKIELQRESMFEGTMKYFHSLKKADLVAKPKISFENEPGIDSGGL



SKDWFLQVSKLATRKDRRLFELCDEGFYTVDIASSQVPNFAQHYKFLGKFIAKAIFDRQTLDLPLCDAFYKRVLQLPTGM
NDLYQMDSQYHKSLVWMLENDIEDVIDETFSVEMEGGAKKPIVVDLKENGRDIPVTDVNKQEYVDLVVQWRTQFGAQAQM
DAVVQGFTTLIPLSAIKLFDMAELKMLVNGKPTIDVEELRSCTVFQGGYDEHTQVVLWLWQALRKFTIELRGQFLKFMTG
TNKIPLDGFEPPLNLTKSDLDPQALPRTHTCFNQLVLPEYTSYETLVEKVTFAITNAEGFELS                 
>Pinf_XP_002904702                                                              
MQRHLLEDSVIQDGQEEWQCSVCYHENHPAKRECLMCGTPEAPSGKQARKSFQLLTSESTEAQAALAARNRSFHVRRLNE
MNLNQRQRGARRRHLWQRERTAAGQFRWVRVGHCQPPRLSQFALSIRATYAFDEESHSSTSPISPTRASHSNKEDLGVET
ELTMVESTHADGAFSPAIRKNVRICRSPVNCDDLTASAVSTDDGLIAQPSVGYIRHVNEHGHAEWVPADSLVHERAAMTA
IDIEEFPRATSFIDFESVAALPFTAKVRWFLKELGKVAVPWDEGHLLLKIRREAVLSESMHLLMLVPAADLRQRLRIEFI
DEPGLDAGGLLREWVLLLCEQLFDESYGLFQRTHADQSGYWINPNSREIHRDHLHCFQFIGRLLAKCMLEGQLLTVHLAL
PLLKHLLGVPISFSDLEFLDAELHRHALWLRDNEGAEALALDFTAQRQGNDGSIITEELKAGGKDIPVTDANKEEYLTLL
LKHKMFGAVREQLEALLQGLYDVLPRTLLAVFDYQELELLVCGVPSIDVADWESHTDVRYMRAEQGPNKPAAAERQVVKW
FWDTVRGFSQEERARLLQFVTGTSRVPAEGFRALLSHDGRIRRFGLQMVAIGAPPAGLYPKAHTCFNRLDLPVYRSLEEL
VTYLTLVINMEITGFTMQ                                                              
>Pinf_XP_002901655                                                              
MESDDSMSVLLPMVSLMLLLVFAGGLWFLRTRNQLRGASQSFLARMLLQEQETVTRLDLERGEAQAERWKCSVCEFSNAL
DRPTCLLCGTKNFKREELPRLKQSIAGRDERLSSTSSITMLARPSLTAQRSSILSVGSRQSLRPLRLSTLNPRQKYARRR
KEWVRCLGEDGESAFWTRADVAAAARRLTVVHGAAAGHSGRVSVGFVTHMVRRSSMMGDVGRLTFADASQLDAAETISGY
KLTARELELLDRVSRLPFPKKYTWFLERMGALLRPWEEGRIKLRVQREHILVESMEQLLGIQPEHIHFPLRIEFVGEAGI
DAGGLQREWFSILFGRLLDDELGLFMTCHRHTQAVAINPHSEDCTADHLLYFRGIGRLLGRALLEGQTMQARLCLPILKH
FLGTPITFSDLQYVDPEVYTSMLWIRDNDGVDALELTFCVTELRADDEVITIDLVPEGSDKPVTDANKTEFLHLKLRYLM
LDRYAPQLQALSLGLFEIVPQEALLVFDYQELELVLCGLPEIDMKDWKNNTVVAPSFSDTPLVVDWFWEVVQGFSEDERA
RFLQFSTGSSRVPVQGFKGLTSYDGRICPFSLRPLPNQTRGFPKVHTCFNRVELPLYTTKTDMETALYAVLDMEWTEFSE
E                                                                               
>Pinf_XP_002897630                                                              
MTAIFGQELSPGMAVLVYVFLVLALLVLFGSIYYYWSYARKIERFLARDNQNNNMMRHHLVDSFLQRGEEEWPCSICFHD
NHPDKTSCVMCGTPRIVTATTPSNLARASGLHKQDFSQSMLNQQSRVRSFHVRRLKQMDLTSRQKAAVRRHLWKRKRGKD
GVMRWVRIDAKQEEHEALNKETRSETMYSGLSTPPNGTAILGGDEFPRTSNTSRVSSSSSLREDNEHIALALRDFGVPES
EGRHPDSSFLSANNDLGRPSFQPLRATALQRLEEAEERPTMAFYSQQNPFNPANSGANPFNPNASSKKPFSGSTTNPFAS
TRGLASSRGLNQISEDREGTIGGGPIPDIGGPSAVEDRRFHDFNDTGISNVSTGYVRHEDGEGGYEWTPAGTIIAYTDTT
RRMDCEDDLEEIASLTFHDKNRWFLEQVQKRWRSYEEGHIQFVVRREHVVSDSLEQMLKCPPSRFWERLRIYFENEPGLD
AGGLIREWYEILSDSLFNDDFGLFIATKGENMGYWINPASASKVPNHLEYYEFIGRLLAKALIEGYNMKMSLALPLIKHI
LGVPISFSDLEFLDEDLYKNAMWMKQNDHAELLAIDFTVQVITSEGKSHTVELVPGGADRDVTDENKQEYLELLLKHYMF
ESISEQLGALLMGFYDVMPQFLITVFDYQEFDLLLSGVPELDVNDWHTHSEVRWVKLEKPTPAEHRVLRWFWECMREFTS
EERARLLQFATGTSRVPVQGFKALTSSDGRVRRFTIQFVQRGAPPTGLMPKGHTCFNRIDLPLYHNKEEMVNYLTLVMNM
EISGFWME                                                                        
>Pinf_XP_002908730                                                              
MTQTTSSVSSAIGFLSRSLGIMKGVHWDSGMNIPDHKSGAFRCFDGWLSHFRFHNRSLSPIHVRIVYDEKKTPSGLCERD
DDHSKLVELHALLILLSTSSEGIIHFRSQFYDWMKLIWAAFQKFERYVAPKYYSTKPALIETITEIASRPDSNPKHDTLY
SVEKRVSSLRREVYTALVDLGEEGEAELASAFDGKREVSSAQSASFNDEMTTGRRSFLLTPTEVMRLNDGNLSDGDEPVN
ENWDPTQGDEQDDDEDDEEDESLDDGDNDDDEDDAEENRAEFVEELMLMGFPEDWCVLALKQTENDIVNASAWIVDNLEY
LMKRELNQLDLQDLVRQLREFENTLSILYARQIMATVLHQTRHSRELSQGRLLFSQYLQGYVELLHVLQGVTGFNVAPTP
AAHMVASSSGDALESEGCLLLFDRKRTRSSLLSFADDNLSVSYSGNEVWKAACAVTSFSTGVHSWLVRIEKSSSPYLFVG
VATRQANLDSFLGADDQSWGFIGDKALYYQRNRIRAYGETFTEGDCIGLRLDCEKGELSFSKNGVDLGVAFDNIVSSVSP
AVAFYSRHQKISFVKDSCTGETNIPPTGELEDAGVEDCLIACELMANWVDKRPMRVEMAAATFEMTAEWLAGSIKHVTTR
SGKSLWVDVTRGTCEKAGFYCDDKVRTPRGNGVVMGVAGGRIWVEVDNEPGAWFFHPSKLRLVASATTPSSTTPVDNLNI
PPDSLNDPHLGSKVDISSPFTLSREELVEYGEHYLWTVAVDRELLSVINDFCEVSRTSPWNLTPNQLLNVVKEKTAVLEL
SSFSNVLAMPQPDEMIVARFAILRFCNMYISRALPFFDLSWHYFLPDSNSLPCRLVSQCRGSLFVCVKKTLWTALMEKTA
NSPKKSDDEYDYPEDLPQLHVNRLKAAAAKCHEGTVSSLFSSLFGQSFEELHFLPIKTLRMVYSHPMDDGQLRSFKVKFE
GEGVDDYGGPYREFFSQFFAELQMLNVPEGEDNGSTSSEYTANGGPSSTSLKVDPNVSVSACVLPFLLPSPNWRNGVGAN
REKFVLNGALIERQIHDKKVSCLSGESAEEKRQLYCEMFFFLGQMIGICLRTRVCVRLDLAMSVWKQLVAEDDSNPESAL
ATLKEIDFVAYSLWKTLKDSMLRARIQETQEVVNIVKQGLHSIMPVSALALLTWNELEKRMCGVAEVDVKLLQINTEYDE
DLSMNDEFIQRFWRVLESLEAEDKRAFLRFVWARSRLPLGSAQFHQKFKIQALASSGNGDANGSSSGPPGGWMDSQMPKS
HTCFFALQLPRYSSDEICRERLLLDGYQSDRSASNLTSHLPNKRQNVRIEAKDIGENN                      
>Pinf_XP_002908727                                                              
MATVLHQTRSVPVLIPFEQWFKLLDYLQKLSIDEVFSMSIRYLIQHDASFVASAFEFCLEELETAAAGKAYEAVLWTQRE
LHRPDQIVLEEPGIELVIWLLDALLAASTHSSLCLSVDGAKIILRRLRRCLGTTNLPLKFVILRTISRVLRAIENVDKDM
VNEAQLVVQDFLTAAVVRHSRELSQGRLLFSQYLQGYVELLHVLQGVTGFNVAPTPAAHMVASSSGDALESEGCLLLFDR
KRTRSSLLSFADDNLSVSYSGNEVWKAACAFTSFSTGVHSWLVRIEKSSSPYLFVGVATRQANLDSFLGADDQSWGFIGD
KALYYQRNRIRAYGETFTEGDCIGLRLDCEKGELSFSKNGVDLGVAFDNIVSSVSPAVAFYSRHQKISFVKDSCTGETNI
PPTGELEDAGVEDCLIACELMANWVDKRPMRVEMAATTFEMTAEWLAGSIKHVTTRSGKSLWVDVTRGTCEKAGFYCDDK
VRTPRGSGVVMGVAGGRIWVEVDNEPGAWFFHPSKLRLVASATTPSSTTPVDNLNIPPDSLNDPHLGSKVDISSPFTLSR



EELVEYGEHYLWTVAVDRELLSVIDDFCEVSRTSPWNLTPNQLLNVVKEKTAVLELTSFSNVLAMPQPDKMIVARLAILR
FCNMYISRALPFFDLSWHYFLPDSNSLPCRLVSQCRGSLFVCVKNTLWTALMEKTANSPKKSDDEYDYPEDLPQLQVNRL
KAAAAKCHEGTVSSLLSSLFGQSFEELHFLPIKTLRMVYSHPMDDGQLRSFKVKFEGEGVDDYGGPYREFFSQFFAELQM
LNVPEGEDNGSTSSEYTANGGPSSTSLKVDPNVSVSACVLPFLLPSPNWRNGVGANREKFVLNGALIERQIHDKKVSCLS
GESAEEKRQLYCEMFFFIGQMIGICLRTRVCVRLDLAMSVWKQLVVEDDSNPESALATLKEIDFVAYSLWKTLKGILDEF
KRQNSKQEGLEERLEAMDLVFTTVLSDGRTVDLCEDGSNTAVTLNNLQEYIDSMLRARIQETQEVVNIVKQGLHSIMPVS
ALALLTWNELEKRMCGVAEVDVKLLQINTEYDEDLSMNDEFIQRFWRVLESLEAEDKRAFLRFVWARSRLPLGSAQFHQK
FKIQALASSGNGDANGSSSGPPGGWMDSQMPKSHTCFFALQLPRYSSDEICRERLLYAVRNCVEMDGDFRLADTEMTGWT
GISPTDQLRI                                                                      
>Pinf_XP_002908604                                                              
MRAFWRRDGPVTFNTGARTTIVLLSITGSEAQRLVGHESRRLAESSDSYNFMFYFVIGAMMLTCLIYNIFFKHKMEANFL
RQQALPETMLRQDVIASDQDMNNLWECEVCSFKSYDAHNTCMLCGTDRSFKLIEKTTRAVDESASEHSNAPSSSSSSTKY
VLYMEEKENPLTRSAVNRATPSRPIRSTSTAKINREFFKRKLSVLNLRQQSARRRHEWSRQRNDDGELIWVRKKHYMDRK
ALKSLRNLDNLRSQSSTSLRDSIISNGSVNSVGIVSKIVVSPKNPTGRLSLETADGALATRGSDSSEISQDELQQVGSLP
FQQKHAWFVQHTAAMEVPWEYGHLLLEIERDNLLHNSCEQLLWATPDQLHQSLRIKFANEPGVDAGGLVREWFTLMTKEV
FDDSTGLFYRCGNGDGLMINPASAEASVDHLMYYQAIGRFIGRALFEGILIDAHLALPVCKHILGIPITFSDLEFVDDDL
YKNLKWLRDNTGVESLALDFTVNVDQMSDKSKVVDLVPNGSNIPVTDDNKMEYITLRFKWIVATSISQQLGSLMQGLFSI
IPKELISVFDHQELELLICGIPDIDVMDWKTHTIYVGERDERAIAWFWNIVREFSNEQKARLLQFTTGSARVPVQGFKAL
TMNDGRICPFAIQCVSADECLYPRAHTCFNRIDLPRYDTIKDLRIALSLVIQMEVTGFTIE                   
>Pinf_XP_002908186                                                              
MLLDSDDRRLDAALRDAEEGFNVCTVCSFENFKRFKFCTVCGEDLVNNEPDEDRNTGSSKKHSTRLSFLPLLKHENKVEL
GTTTPPEQTATTRRRLRAQRRKEWTRKIDVDGRVYWFRDGRWEDTQFTVLLANFRSKSAIDSSSSSVKQLMAALIGVDIE
EEPPTTVGEEKLSLPASECEINTLEHLRLNVERTNVFEDSMESLAMIPLQNLHSVLRIYFLDVEDFDPEVYANLRWLLDN
ENVESIGLFFTTTVKEGDRYRDIELVPGGNASAVTDSNKREHIERKWQHLLVESVAPQLQAFLRGLYEVVPRELLLLFDP
EEFDFLLCGSDEIDVEDYLRNTKYSEDLHHHRLLIWFGELVREMPKQYRRRLLQFSTGSSRVPLGGFTYWLTTQPCWTND
TLTLAAQLCSMHPLATPTTSSAFFFGMEQVPS                                                
>Pinf_XP_002907497                                                              
MSSREGDVESVVSALKWVGIALGVAAVASVAVVVYMCCYRKNSTTQSELMDGLLRRDQLEETELEDEGKGWQCVVCGLAN
SAKRKTCLMCGTSIGLLMTGGLGRRKSSRMLLRNNSRGIISADVTGEEDDIEALRSRQRALFKRRMNMMAARKNLSQRQR
GAFRRKLWQRKQLSDGKFHWVRQNSTDAVTPVPEVQAGDAAQPTLQSTAEAKSLAGPNGESVTDYHNLRSQGFVSMYDAS
GRLTWTKADEVSIDMESFDKMRNGLEKMDFEGVMALSFRMKKQWFLVQLSRIATPVTEAVAKLTVTREQIIEQSLQLAEV
APDALHAYLKITFEGEPGIDAGGLLREWFGIVSKQIFSEKMGLFVPTKGEDMSYWIDPLSGEKNENHLKLFRLAGILIGK
ALFEGVVLDVHLALPLLKHVLGIPISFSDLEFLDEELHRNCKWLRSNTHVEALCLTFSVMLENGTEVDLKENGRNVDVTD
ENKEEYLRLILEHRMLDSIADQLQEFLMGIYDVVPKALLSVFDYQELELILCGIPTIDTADWRAHTHVRYIKPEENKKGK
VTKEEQNGVLEWFWIVVEGLAPDERAKLLQFVTGTSRVPVEGFRGLMSSSGIIHEFTIQFVSRGKEKSDLSPKAHTCFNR
LDLPMYRDMEELETYLTMVSQMETFGFGLE                                                  
>Pinf_XP_002907421                                                              
MSDSSSLGGALIAAGACVLLLFCVIVMCASYCHGLDDNVAIDSVDLRSLQLREDLVDTVLDAGRSEWQCLVCAHMNHPNH
ELCLLCGTSAEFSTMEETVEDPNTNIKTRRVARTTFLGTDNNTLLSSTLLENLITSSDSNPVMMGETESTKPSATLQKAK
TLPMLRSGSSFGDTAQEVEATTSMRQRALRYRRLNEMQLNQKQRGASRRRLWQRVPLPNGGFVWVRTMEPADAGSVFARA
DSFVHKLRTNSFLSKNPQAKNLRGDLAEQLHRKNAASMGFFTELNASGTAVAWRKTDSVALDVDPKGGDGEPLVDFEGVL
AMTWREKKRWFLKQITSLAVPYTESMFKIDVRRSAILDDSLPQLAGEDVDKSRMQEHLNIGFIGEPALDAGGVLREWFGL
VCKELFSGQRGLFVTTHAEDSSYWINSESVKCVPEGQDHLQYYTFAGRLLGKAILDGLVLEVSMSLPLLKHLLGVPITFS
DLEFLDEELYKHLCWVRDNDHVDALCVTFSIQTPSGEMVELKPGGEDIDVTDENKMEYLSLVLRYRMLDSVADQLTALLK
GLYEVIPKSLLTIFDYQELDFYLSGLPTINVADWMNNSRVRHCALDDDSKGIEQELEVLQWFWDVVSCFTDDQRARLLQF
ATGCSRVPVEGFRALTSASGIVHPFTLQMVPTGTPPLGMCPRAHTCFNRIDLPVYETKEDLNSYLSLVIQMEITGFGFE 
>Pinf_XP_002907398                                                              
MTAGLAVLVALSVLLFVGAIVMLLFFCRRIQVQRERESLVFIQESTDVYREELNDSFMEQALWRCGVCKFLNHPERKLCD
LCQTLRGAERDVAGNKKHSRSSFSRGSLSSSSTQRMGRIGETEAFSSSQADDAIGGSLRRPSFEFSRKPKSSNKMSKLQL
AASRRQQWKRMPTTDGLHRWVRQQSARRQSRAGQRDSMESDPGGRMSLNRYLDATERDSNLSIGYIRVRDSLGRLVLNES
DVVATDFHYRINILDGTGSSELIMNLEGVHNLPFPDKIRWFSTEIHRLWLPWESGHAELVVRRDHLLQDSFELVAAMKPY
QLRQRWRVVFDGEPALDAGGVMREWFTLLFAELFDPSFGLFVSTVGDERSYWINASSDLLLGEEEHLAYFEFAGRLVGKA
ILEEHLMPVHLALPFLKHILGVPISFSDLQFLDDEIYNSALMVKKIDDIEPLCLDFTATRIVDGKPEIVELVEGGADIDV
TRENRSRYLDALFKYHVLGSVSDQLLSFLTALYDVVPEGLLKLFDYQELELLMCGVPSIDVEDWKKHTDFKFFTHNFPTE
LELNNIEWFWEVVEDMRNEDRVRLLQFATGTSRVPAQGFKGLISSDGRVRRFNVAFAGANQSFLFPKAHTCFNRLDLPIY
NSKEVLAQYVNLIVQMDITGFTIE                                                        
>Pinf_XP_002999076                                                              
MDNYVGSDAYGYGFLANKAIWHNKAKLHSYGEIFKQGDVIQVTLDCNARALAFSRNGEYLGIAATNMRAGTNRADNDGNC
KWFPAFSMYNKDDKVTLIPPPAATTFATKDGRPQNASTLELIEAMQSVLTYQRHAFEEFDHWRRGEVLFRETCLGQVIAI
SKSKSIKEKYGLAFGDTVFTSKGQCTVLGEYRHELWYEVDEGGGSSLYGTASPSQLASWSLSTCREMLESPDEYPVHRLH
KYKESSEADSVEHQTSSDITEHDEFSFQSFVDAQMKWCENGDVAGADSKIIAKLDAIASSQSSNSAVLLSYADISMALLL
ERSYGTRAELRANQVLARIGFLLHVNRCLYRVVRLAIPRNIFATSLGVPESPECLTKSNLKEPPIGCMEYPQVSPVATLL



NSPHWTAEDPSAFSQIAIVAGQLLFSSQKEKLIERELDRTMTTSRTLDSVQDPCENEDVGDLPVVKIRYPFSTGVPFWEC
SSAMLKRKTRFWLPKVIESSIFLQLAKQLTAQDARQWRRSSTQPFEAIPISQTFRVRIEKQPTESSGEIGQDEFDQQQQD
EDDEDQLQQPSSKQTAKYLNLFESAVREIQSPSFPLFAPVQGIGKPLQLDVNLELFSPIALAHSRVPSSQLLLWYFCFGQ
ILGITWRSKLLLPLQFITTSFWEELVDSLRNEDRNSVRDVSICAIRDGFFSIIPSRCVVLLSGNNSSLRELLSDLDVNFV
TRLERHATYSVSRQRHHDSFWNVVNAFTSVERRMLEQFVNSERRRNTKRGEVTQDTDNSANFVLEMADALADGRDHPDSC
YPVVVSTGQQSSRLHLPAYSSAQTLRQKLLLAMTNVPFV                                         
>Pinf_XP_002998817                                                              
MRTPSRLLLPLVVVATQVHVAEAANGSLPTWLAYVTGGLLVIIIVYYCCRRARFDENLQQPLLGGQYTEDGQPMTRQDVQ
ESNDEVSTQWQCEVCDFHNKSSAKSCVLCGTERGFSLGLNSPVRPAGTGPVAVETDVKREKSFNRTRSFAIRRLNMLNSR
QRGARNRQDWVRKVGLDGKRYWAKRELPFPLGNAKPKDSEDDKNDKIRIDIPVSDADMLSPKGAGSLTGASSASTASTSD
PDKELVHQQSLAFVSQLAQTPRHPEGRMTFKEYREVDARVASRGYEISEQDLEILEQVAALPFKDKYAWFLEQTSALIKP
WEDGHLKMRVHRENILVESMEQLLGVQMEHIHMPLRIEFIGEVAIDAGGLEREWFSLVTERLFDETIGLFMCAHVDSLAY
VINPNSVEASADHLLYFRGAGRLLGRALLEGQLMKAHLALPVLKHLLGVPISFSDLEFFDQEVYNSLKWMKENDGVDALG
LDFTVTNRKLNGEVETIDLKEGGKDIELTDENKQEYIYLRLRYIMLDSYAEQLQHLMAGVFEVIPQELILVFDYQELELV
LCGVPSIDVDDWKAHTQVSDELPEELLAWFWEIVDAFSDEERARLLQFTTGSSRVPVQGFKALTSYDGRICHFTLKAVTY
PENAYPRAHTCFNRIDLPLYKSKKELEDVLSLVINMEVTGFTDE                                    
>Pinf_XP_002998555                                                              
MPKPARLHSGRTRSCAVCFAPLQYTSATSWDDFLQSEEYLRQLQANVLQDAFISSLICGENTAGDLPTEHRMHKNRKLKC
RQSVADYRNMTGAGVVDKSGTEKGSIRTLEEMLIEALPTPVFTHVLERRLAVISHSTNIACELMSHDGVKKIPRPVETAP
GNEELHHLAIHTLGALLGAFDYNSPQALRSFEELSQLLTCFPVLSLFSFWSPMKKPPDKVLLFDKDKVAASSVTSSSDSH
GAYGAVDGVDNTFWQSQPRPGAVYFVVESTELEKVTSIAIHWHMKYVPQTVSVQYRTEGSDSFIQLAGDRSVSLSSPTVM
ETSFPPSCQEVQIVMTGTPASNRNGTYAIEHLRFKMPAPGSLFADPKATVSAIAYWLLGALENADEVMATEAIGALRAWA
LSTSSLEVTLLFVDLLLRFDADQDPRRSRIATLALEQGRLLLKGINAYHREESQRLTHEGDKVAFGDVRRVAAVFESSVC
STGVVVEDGGLVVRTRETSYQYAAVNCGISSGKASWKFRLDTDTQDDEMTCFGAAILPVTVNGYDSSPSLWMLRGYNGNL
YARGHKLNRTIGKVHPGDIVQVDIDLSEGTLAYKINGTDYGVVFTDLAGHEVHPAVSFYGSGKVITLLGVTKWDCAGSGP
ADVDPVFLSSMREHHFSVGYGTLGKGNQLGYASNGDPNTLSGNAPPTGSTSIHINGEAKQRCLSTHPPSHGDAYVIYDLS
EAYHAIKGAVAINDDTRYEILQNRGVSVVFKIVGDDKVLWQSKQLSETHQNEAFDVNVDEVRMLELRVSCSGSNHCAHAV
WVDPCLHPIEEWACSNCSFVNRGFSKACTVCRKGTRDESSTSEDAESLGDLGTAIISQIYDLYQRQLEPSKASLKPSIQF
EEPFCRQPNKEVFVLLLAILQRYHAQCSSSGEDVDTRLVRDGCVHILGIISANLESIGRHDVKDPATELGVSSDLVADLR
QELEAIARIREESGASDDSLTSDIDMAAAQTIVAGITVLYPSALDKLELLLQLLRLYMQRPLDATSASYFVLASVMKLLA
APGPDGILTFMPFMATEIAKSRGASVQATEEAPWLAAVTETIGLLMQVVVNDHRRQLASDNDSTSHDPTANTDGLSDEAI
SLLKTYQLYLLSEAVESTKTNAIEDDPDSPRDANELRAKLQRRVQVQEATTQFGFLSLNAYRDLADSIVACQADESFLLN
QSAAARQASVRSYKIPLLSEVLPWFVACLCLLRRQTWLARPILPAVVRLLEALDHYCSESQIASKSAHRFQQLESHQKAR
LIESHEMERAAALERDPSFRSHTSKRLYNVFHQLYTGEKDHFEGQIGFQFEATSSFSIVALGRSVNPTRNGGRLTREHTI
RLWEEGSQLLVAHARVGGSSKKDAIGYALEMLASPARITQGKLYRLTTQEFANGGDPWYKKENLPDEEYDESFIRILRDC
YASGSVGFPGSQNMMGAAYGVPTFLVQDETPLASLPRFIPPHGCLPLRFNTNKKLNSVCISHAGTSAYAKDGADTWRTCL
LRTAFLHGVHSVDFALKCSRAGGTVSGHICVGVDWRRPQSGIVENLSSYETFVGETLTSIGWMPSIGAVWVRGTRYDYGP
KLPVAAGDIFTVTIDYDSQLLSFAYNGKNIGVAVGPGEFEPLGTIIEGLPEVVTAGVSLYGAQDVVHVRPSGIARSTLCI
HWLFDLHNSLASLAGRIASTLIAGNPIDGAEEELLPWLQSPLLSGGIAESCASQDQFGMRWSDALHADYARYPSNEQAAG
TGTLAQNVENNAVLRKRGSGGRLQAEAVRQHDSAFWESWTTDMTERGIVQLIISWLEKHSPDRTFLSRLGRFPSCERWMC
AALIMHAPSHVLQEVQAIAAGAGASATGEVVGAAFFLAHADLTPSDDLIQVWKRIIMLRHWLIKESVVMPRTFDDLVKQV
IQRAEFLCKLAPPSEEAERLKGDSQMALFNLAEKWSAQTTPPSLQPMLERWKTLGEADSSKWSGIVDVLRAQHRWRARRA
SIHGHVGPATTLQPTESDDSADVEGSEDLVSKKYDYTNSFSAMMKACELYIRDGTGAPPEVLSLLLERRQRRSDSRLFGL
QAMKSILSLLSYDSAIHNALIFLRPAMRGFTESEKESRELNDGQIVAETFRATVRHHYLKGLEGCNRQTIESVQSAFCDL
YGYLAQLLGGSSGHSVSDPQLKQTILCAWSLDFEPRDHQFLLDTGMLSKLQEVFSISSVLREAYSSINWHPLSEEFVQQG
LLRSGYMTKRDMIRLLHRAPHYACSAEWWKKNELDVESTTNAVPLTARHTASSLALLYSDMLGRLQQKLLGPPPRTHTAR
VLLFGAKVAPVTGRGAQASSNPKPDEVSYVETPALGEAKDFTIEMWIFPTELTGCQALRCDNGVHNGSVYLELIGRHLQL
AIPGNFPRERLFSSYPFRSFEWTHCAVVYNSSEKRIQLLVNGAVVEQMAYERVCSIINFRDSRLGCWMSEVDAQGAALTN
ISAQRKFKGSIAEVRIWRVSRTLGEIAQDFQRSVPLVRPTEASLSTSQVFSRDMIGLWHLTEGEGICGYDCAPELKAATE
DLEARGFTSTIAHCRWVPSSIPVFANDAVDNMSSSEWSRVVACLSSFQRTVRSWYSSQFNESAKLSKLVCEHDERVAIHK
WSQLSRSDGDDGVDLSDSDDAYLSGQTDATQSQLMDATTSKLLAQWSSCTDEQMIIHKQTRRCAWVVFRFLASTGISGAY
ERREGEAKSVAAVAKLKRKQRLQKTGSSSNVMSSVGSSDVIRASSSGFTDDDAAARTAEAASDAAKSAATNRELEEPVLQ
TLWFSKEFHRKVFEVLEKELIQGKELTEEAEGLTRAQRMLRSVSTPVQKRGASLRQYPSDVAHGKSGFVNVHHGPSDLTG
DSDVLEPLEVETHLFGVLLFLLSQSQQSPAITHLVRAHMLRGLLEMLRLASPRSQRVVKLLLRRICCSGSVKPSDVGAIL
GSESVLIDLLLDQVAESVCSTAAPMATHAVSVPASSALVGTDSFMASTESLSNPIGFHSGQISLVVASESVALLRRLLME
KQWQHGVAENLCNAIRNITPILARKKSGPPVDARASADPSDIRLRAAISRAVGALCVLGSHSDCIRIGGKVAVAAQGANG
NGADLSADGSAQLVSATLIEMSSHASTVRVAFHPTTSGVDFDPGHNVQDVELSSLSPTEEICLPPTAAPLTLDMMPVILQ
LASLDETSVLTDFDSLWRLQIRSRALLALEALLRNSLDVTKSFVHDTLAQNLLRSALTPISLNSFVSLPLLQERGRMILC
RLIESSTPLGGAMFHGLKEPTAPAFAASESTTIAGVEANDDPAEEETEAHRVRRGFASTLAAMGFEFELCMAALEHSRDD
PNLAVEWLMGDGAATYQERQEAQRLAQASIAAHELAEGEGGPGLTLEVKAAELQNISGMPYCLAFCALELSNSDPNRAME
WLMEHGSNYAEKFDSLDLLTDSFSAARTVVLEDRAAMEEIDQPDPLVITSGRQDAIAAEFLGSAASTRNAELAYAPNVDA
MAVTLAPILAPGPVKLSSTTAARDASLTAFSPLDPEYLTPNVLLTVASDVGPVQRLATSGRTGIYRRYSPDDGVLITFLN



TESGAYEDEWHFPRDLRRIVRIYDEPLESVESIHRVALRTENALSTYYARRAVTALLCAFNSVGTSTSDVPAGQDLEDKP
PVVPSTFSSDILNVVGGPRQFVSLLKMVAASEMNAAQHTEVEPKTARTSASGSDKADSSEQPLSLLTSLQTITLRMLREE
ARADKSDEKSDESVRHMRRTRQPSDTEAQEVASAYLGGGMDDHDGLLSSVLVKECVSHFVESTRMAGDGAETSAVQEFQS
LHSYFGRCEYARAVSIDSSYRCLRIVFDHRCHLGAKAKLTFFADPECEDRIGVVDNAMTTSGHLLPDLIIHSHQFWFRFS
ASEENATQDHGYGYRFQVKPMANIRWTKETEVLASPSLEWACWILELLLNDAIELVAHGAVHNRRVYGALVRYLRSPGAP
FKGRVVRLLQQLLHNPELFPADEVPELNALESISRLALTRAEVDRASGKVFLSAHMLQLVELSMMISSASTIFKCKLDGA
SAASPILTTPFDLPVPFERKRVRDSLNDVAELTRFLLGQTARLPQHILVAIWLEVYGSSAVIETSHPYAAGTPLSGLVAF
EGAQALRLTFDSRCSLAPGQGQAMSRLELASFTLIPREDGGEPSKEIRSNRTYAGESGWPEGPIAHDGNNLEYTFSADEN
AGDYFGFAATISALGIPKEKQIARATVQDMDLLLEKLVSMQANRDDGQGWTQDMDLQLVDWVNNHVEPSASLSSTTPATT
RHSVDLQPADIKLDKTLDGLRCSQLLTLSLESLQLRFALLKYLNLSLHHCLPLLDLRDTKSAWTIAYRLRQLSHCVFFDV
KGALVEAAVEATNVPGETSGSSQQTARITLDRMQALESRDDREVEPSVSECFFAQAFRQLHAVDPALLRRQIDSKGRLFS
VKFRGEEGVDWGGVYREGATSMVDDLFSPYFSLFVLCPNGQHDTGNNRGMYLPNPKCTSPVAMQMFAFVGQLLGISLRTH
GDFPFMLPSLVWKQLLGQTLTRADLEDTDAMFIQMLDGIANCENDGISTEDEFATAFAGLELRFTASSCTGEEIELVLGG
RQLTVEFHNRLEYCRLAERARLDECSAQVTAMARGFATLFPRRVLTLLTWQELEILACGSPKIDLDLWKRHTRYDGYAED
DLTVQLFWEALAEFSDEQRADFVRFAWGRSRLPRGKWPQPFKLSKKGGRDATRSLPVAHTCFFSVELPPYTSLEIMRSML
LATITFGLGGILMA                                                                  
>Pinf_XP_002998534                                                              
MFLKSYDGDVEDLGLTHTVVQEIFGEQKEIEIIPGGGNVPVTNRNKTRYIHLVANYYLNTQIREQCAAFRMGLSDLIDPR
WLQMFNEPELQVLISGKSGKIDVDDLKANSRYAGGYYALDKRVAWLWQALASFTPSEQAAFLRFTTSCQRAPSLGFASLT
PQFCVQKIPIRSDDELLPSSSTCFNTLKLPTYSSYKVLRAKLLTSISSGAGFEMT                         
>Pinf_XP_002998336                                                              
MTTGRRSFLLTPTEVMRLNDGNLSDGDEPVNENWEGDEQDDDEDDEEDESLDDGDNDDDEDDAEENRAEFVEELMLMGFP
EDWCVLALKQTENDIVNASAWIVDNLEYLMKRELNQLDLQDLARQLREFENTLSILYARQIMATVLHQTRHSRELSQGRL
LFSQYLQGYVELLHVLQGVTGFNVAPTPAAHMVASSSGDASESEGCSLVFDRKRTRSSLLSFADDNLSVSYSGNEVWKAA
CAVTSFSTGVHSWLVRIEKSSSPYLFVGVATRQANLDSFLGADDQSWGFIGDKALYYQRNRIRAYGETFTEGDCIGLRLD
CEKGELSFSKNGVDLGVAFDNIVGSVSPAVAFYSRHQKISFVKDSCTGETNIPPTGEVEDAGVEDCLIACELMANWVDKS
PMRVEMATATFEMTAEWLAGSIKHVTTRSGKSLWVDVTRGTCEKAGFYCDDKVRTPRGNGVVMGVAGGRIWVEVDNEPGA
WFFHPSKLRLVASATTPSSTTPVDNLNIPPDSLNDPHLGSKVDIFSPFTLSREELVEYGEHYLWTVAVDRELLSVINDFC
EVSRTSPWNLTPNQLLNVVKEKTAVLELSSFSNVLAMPQPDEMIVARFAILRFCNMYISRALPFFDLSWHYFLPDSNSLP
CRLVSQCRGSLFVCVKNTLWTALMEKTANSPKKSDDEYDYPEDLPQLQVNRLKAAAAKCHEGTVSSLFSSLFGQSFEELH
FLPIKTLRMVYSHPMDDGQLRSFKVKFEGEGVDDYGGPYREFFSQFFAELQMLNVPESEDNGSTSSEHSANGGPSSTSLK
VDPNVSVSACVLPFLLPSPNWRNCVGANREKFVLNGALIERQIHDKKVSCLSGESAEEKRQLYCEMFFFLGQMIGICLRT
RVCVRLDLAMSVWKQLVAEDDSNPESALATLKEIDFVAYSLWKTLKGILDEFKRQNSKQEGLEERLEAMDLVFTTVLSDG
RTVDLCEDGSNTAVTLNNLQEYIDSMLRARIQETQEVMNIVKQGLHSIMPVSALALLTWNELEKRMCGVAEVDVKLLQIN
TEYDEDLSMNDEFIQRFWRVLESLEAEDKRAFLRFVWARSRLPLGSAQFHQKFKIQALASSGNGDANGSSSGPPGGWMDS
QMPKSHTCFFALQLPRYSSDEICRERLLYAVRNCVEMDGDFRLADTEMTGWTGISPTDQLRI                  
>Pinf_XP_002905168                                                              
MDQSSAPSRGGRKRRGGKRKRSTSRQSEDEERKTEEPPPKQEEEEDKQEEKQEEKQEDKTPQKWSCPACTFLNEASRCFC
EMCETANPSPSVSRELGAASSDWSCAACTMVNPAAMRVCGVCGTLNPRPPLSGLSIRLSDALGGGEDESFSSSSEDSDDS
DSDDEEEDTWACTSCDTVLIGRMCTNCFTQRPKAARMAAADKSKKQAKNRKRRKHEKLQERAKLAYGVSIYELKKLLLEP
TGSRLVDTLQTLTHTLAMMDASADNEWADGPSFLTRGFGGGRSSETAKDPELLTVLADLFRGQERTYPVEVRLLAVQSIN
YLMKMDRHTFARAKMVEVVGLYISELLAWKNKNSTDTQNLKSSQMIVEECLSGLSSVCSTESFALRELLAREKFFGYLDF
LLSLVDGDEKDGGFHPSIVMTALGILQKCCMKLRWSGESSQKHRLNDMKKPSPKKIIQGGELTVELASKLIGFLRHALEH
KHVPLHVKAAKCLLLVFHRIPHGQGGELVTPEALRKFVAVVVNTDGAESDESRLAMVNLLLHLFDNRAQLVNVFVREKIY
TDLFSGVLQLLQSASTALRTNTLKLTAMLTRVVCRKHSLGSFSSAQTSPKGSASRSPRNSRNRQRVNSLPDPDVLSTLLL
DFIRTDSIPAVNVLLKDGADLNFPKLYDVHGHEIDKPLNVAVESASLGMVRLLLKRGADVHQVGIGGTALHVAARTGRCD
AAAFLLQCGARIQAKDREKKSVMDVVIAADKAASETCGVASIPSPMTKLLELHQRTTGMREYDSDLSEGDEMIAGRSRAW
FCPSDHDDEYGDDDEMDDDLEGEGGYFMDYDDDDDDDDDDDDGEGLGGGAGLRDDMEDEEIPSDDDMVYLGGGMSSKSRS
TNKRRLGSVSSESMSTDEAPQSTTSGSSTNSTRRRRASSASDKGCSDEDTAMEQKTFSATADEIYDFSLAITECLLAVLH
DMDVQNVERSVISTVACVLEMAPSRLILDLVELFEEANSITTYEFKQSELLPAVLQYLSPQGVLDEARATALMQTFERCP
AALKHLILRLQSIITQEEAFPLVSYNTGKGRELYPLTRQLRIAFMRPGDRGTGDRSASSRPKGKSIQSSPMTHFQSFEKT
VFRSMPVIDSDLSLLYLNLVGRSVQKVAEGKWKKFLVVGYDDTRSYHLLKPIDGTNDDLVEMVLHDSQCKLIKSIEVYEG
ITLDLELFGSRDAADSGGNSDSKKKRKINKRKRKASTLKQQLESDGALQVEVKNSGVLKMRSLPGAWYAAVLLDDSGEVR
KSSDGKSPTREEVLAAQAVHSVKLLTGNRVVHKVPADCIRPRALQPQVGSVVEVDGSLGEVTRVYTNDRSSSTPANTLLD
VKVNSYTEKKRVKKDRVRFPPRDLSTLKEGDESDRIEAMSIRRLFPARDSSLLAGSVGDRVWVLPPTGSSVKDLCVAGTI
KSFPSGLDSIRDSSTVVVEIAFGSDQPSLAVKVNQDRVLNFAVDGGVLSGRGPSRLLAALQMASDRGGSSRLFGGGRSGQ
DSAIHRAFERVAGSLQQSRLGGGLGSSGSAMDQIRSLISRASTAGGANAPSDIETADQASTRLNSPPNELVGSELVGSEL
VGSELVGSEGQTEEEASALISASSTNANTSRQRKSSDREKPSEESVEAYVKKPQGTKPKMTCSLLPKVTVVVGFRKCDVS
APSQDRIVVSSEFGLERVDRNKVSKDAAASLLTQFDPSTQQYEPKIGARKALLDVFHTNSQESVSAGSQKKKRRKLTAET
QRKASEAATWDVEKFIAFMQAVRDPSKYGNPGSSAKYCVTFSKFADPNTGRRVLKADGFISLIGHECKDAVKSKQLLKFL
RSRGYSEKSLTSGGSRSSSGDDDEVKDPLNDASKTSQAKNPGKKALRQPVVLRAFPADRNILKCVEELRQEHQARSRTNT
SDTSSFAADSALPPWKLTYKLYCDFQVEWEAQSPPETVASDAHNSGAVSVEPLAVLESKPPARLLLRGIVEFEEMNASSA



AEASRWLSRLTAPQTGSDKVVVSDSVASAVRLLRYLFQSRGDSASLDEALWTSPRLYNKLETQMQDVLSMCSGIYPPWCD
ALVTHCKFFFPRELREKLLRATSFGCARSLHWLRNQLNIEESSADSMSSMVGGGIYNQTISITPMPKERVKVHRKNILQS
ADAVMKMHVKRKAILDVIFAGEKGYGSGVTAAFYSTTAHALQAITENQKSKYWIPGEDDEAEAGKAAARRKDEMDVTDEI
AEDAAVIRHSNGLFPYPHRIPSSKLVERFRMMGRLAGKALMDGRLLPLPLSTHFMKLVVGESFGLEKLGDIFLSHGRVLY
SMYKASKKLAAGEQNVQIDQMDVQDWLEAVGFTLIDPFSQEPLVVGGDDIAVTADNLPLYVRAVLELWLDSGIRAQVLAF
REGISEVLSVGKLRLLFVPELISLLCGEEDIKWDVESLVKDTKLAHGYTKDSQPVQFFFEALEEMSAAERRAFLLYATGC
PNLPPGGFQALKPPFEVVRRVVDNLDVDRALPFARTCTNTLHLPAYSTKDVLVKQLTFAVANSRGVIDRD          
>Pinf_XP_002904218                                                              
MMNFTLDLSGFGATDSQSTATGDNTSRARDVEEESKSEELPSSETQASTGDSATGELSAALLDQPEEPQYRCPEGMDAEV
FASLPPDMQAEIVAQNAPAVAESTSARSDTATAGGGGGSESMSQMDLDMANSSFDRETLEALPPDIRAEVLENERREREA
AARAETADTSRAQEMDNASFVASLAPELREEILVTCDDAFLQTLPSQVRAEAMVLRERAAFRTTYRERERGTADRGGGGG
EGDMDELFNRPTLRRMLTSHSPERGGGRRRSRMYDELGGGRRSSRREYRQGAGGSKAHKGLLRVEKDEEEEAGERIFDDR
CVRGLLRLLFMTQSVIQNRVFQRLLANICLYPLTRCSVRRNLLQVISLPLSQPLIPGDEKDDDDDGSGKIQFPPSRMYGC
GIDGNHAIGPSAVPADVVNRMLHVLVSLAKYNPRFTVEMLQPHGMRHVSNGGENTAKMEAQECGVAVLIDLLSLPVVYRN
GTNLDALLELLELVLSPLERLHKPAKENEEKKEGDEGDASTPEPGDDWVAVPAVELDEARMAEIVSVLSMDLCTAQMQER
TLAVLKLLNHVSGNRELIIRAIVRHASTLAHSSAVLPSAQDELKLLRLLHSLSDVCESTTEFAECCQTIGLDPLWDALSL
SLTEARAKGGLDDQESRDDAEGMVIEGKSAGASCAMAALLARFLPLVEAFFVVNARDAASMSLRVPDSSEREEAVVAALR
AAGFDGAGATALMENEQKVSPKSVLKRSSSALSSFSEASETMRLANFVESNRVLLNLLVREKSALLDTSLAALIKISRCR
AYLAFDNKRTYFHSSMKRLRQAALRNHGGGSSSVRIPVRREHIFEDSYYALRMRSGTELRRKLHISFTGEEGIDAGGVTR
EWYMILAREMFNPNYVLFTSAADSPTFQPNPLSYVNKDHLSYFEFVGKVLGKAVADGQLLDAHFTRSFYKHILQLPISYH
DMEAIDPEYYRNLHSILDNSIADLGLELTFSAEQSNFGKVEVVDLIPNGRNVVVTDENKMEYVKLVTHHRMATGIRQQID
AFLKGFHQLVPPELIAIFNENELELLISGMPEIDIDDLKANTEYANYKPTDSVIRWFWNVLYSFTHEERALFLQFVTGTS
KVPLEGFKALEGMRGTQKFNIHKAFGNNSSLPSAHTW                                           
>Pinf_XP_002901036                                                              
MFDGSFKSSRKVSLSGRKKPTTGYSARLASISNSRGGRDDVLAGSKQELMLQNRLAREERQALKKRTAASTRIQAQYRRL
RAAEHARSEVFIHLEQQLTQTVLSVDIQNKALPTPQLQLFLRQFLFTVKSNIAANRIRKVQDYLVFMLLVSCLKGESGSS
FLAVDKDARWVYQVTRISELALQTLVQEQLKTSVANAAVAVNPYLLLLDTLTSVSKYPTPEAQTALSSVSYHLGVTTRYG
VFDAMSACITQQTKESVLRVENNRLVQVSRQFATKILLCASAASSPITTYVTSTVAPSSKQLGLFWASQRAIVVGNVVEL
TSVCAFNAALVEVVPFVLSNLVTPSLVQWAFDVKHSRQDPMAPEEDYDMDEEADVPIVPPTYLITGFAVSDEEARRGAQA
LSDAEASVHAQWQKICHSNFSVRCLDALLHADVPLHSEENAVSRFCHLLTTVLLSTGRPYVLSVAARFANPPPALFALLS
SMTVEQLAGTSNTSVVYNMWQWIRPRLESVAAPQLSGSLTNDSLVFTTSQMQVLIVFNVVYSHMLLGLDDEAFYDGQWPL
RLTEVTAVVTFLKQFIYDTCWTVTSSSTLAVDGMDEQELVLFSAVVSSIKLFNQLYDRDCRRRFMPDDAWLWPSMPVVKE
IVDLELMKEDGNHDAHAVYMLMNGKASSPYARAALILITIPQVLSFNDRVQLFQKLLEDGKEQLGHIRDEFSRAFQVRVK
RDEIVDDSFDFFQEVCDTMSPAALKSRVKVTFVNEQGLEEAGIDGGGVFKEFMDSLTKSAFSPEYGFFLETEEHLLYPNP
GARYIVDTRKEVLDRYRFLGRFAAFFLNKLLGKFNYIDDLHSLDPELYKSLMRLKHYDGNVEDLALTFSVSEMEFGQVVT
RNLVPDGSNVPVTTDNRIRYIHLMANYKLNVLSSTESAAFLKGFRDLIPGTWIQMFAPAELQMLIGGSATNINIDDWERH
TVYGGGYHPSQRVVQWFWDIVRQDFTPEDRAALLKFITSCSRQPLLGFSKLQPQICIHQVRVEDDDRLPSSATCMNLLKL
PAYSNREAMRNKLLYAIRANAGFDLS                                                      
>Pinf_XP_002899490                                                              
MASTAPRRRRPNRKSKVKTDSSIALPPSPPITFQLVTAIRRNDLDAFSSLLQTPQLDVNRRTPQGDTPLVEICRYARLEM
ATRLLSVHGANVNVASSNRSANRVGLTPLIAACMALQPKLVALLLSQSQKKVNLLKSFGRVNAATVLLLFCVANGRTDEQ
NDTALLLLEQLLTYAKQQNQLEEILTAKPDKVNSLLHVAAGLGNWKALRMLRQRAEDFDVEFNARNAVEHSALHIVEMNA
FQARSMQFCEPPRPDVEAGGKKNRGRNRRRQKQKKQEDKEEEEKDEVKEEQEQEQELESSEADRAVEALEVTRTVMELAK
NTGIGAIFSRKGDEGLRGLYIKSLVLAEVGLVSIVNEIAQMPVTQKEKAVYLDGFMYTVASVYPLSVKNAKEYQSLWRQA
LDKKSTQNTEATDDERVSVTDAATMELSRAGFNLILDGMFSYNSISKRVKVWTLILMHLLTPFATGSPLAADKRPVMDEC
SQLKFFERIIEKICRSGTKLAFCIFDRTDIEDDDSYDDEIEFHWLISLFELFLQFFAPYARTIRDEESKEPLGIIKSFQR
AIKPVKQLWPLVNAALGIMDDTISTPQRFSLLLHLLQVLEQLEAAFTSNEDMALVKLFGVMNRFVKQEAKKKRFKMFVSE
QSHLLHTIAATFPIPTSFTDKVIPLKNSVDVLIRSDPKVLGMDLYSFAAIPGLIRLEHKVDYLSMLAEERNGSVSVSISR
ASDANYVDFILQQILSTSTKNLKAEMNITLVNEPGVGAGVTREFFQIVQRCFFQPGSTGSSQSRTVLPAPHVQEIGAQWL
QLARSQNSQDGNSSKKRNAKQSQPTQSGGFADLFPLFDYVDKQKRGVVGIAPRPVYISKQVMDAKRKAKSLSLSRKDMLV
DPSEVDALKRVYLCIGRLMGLAIRNHQPLAVDFPLAFWKLMMRDGSVTWENYCESSAVFKRSLQFVLDHDFDAQSLDMRF
EYTTQVVIVDEDASTKQKDESDVVAASTTSMEMELQDGMGNVEVTNANKAQYVLLRAQQFFFGHELMYYKKIRDGFNDTI
VRSDLKLFRPEELQRLVRGEQTIDLQSLKRIVVYSRGALPSRGVVQRFWEVAEGFDQEYRSKLLTFWSGSPLPPIFGFDS
TYRSMNADIACWYIDVDTRMQPSFCPMANTCDRRLILPDYPSSAMLREKLLVALDHGSVGYDRIEANTLAGSSTAQMDTL
RLNPKARPTTTKMKQVIGQVLAEKLDNASYQSERAAMLTKEIADAVKMRLKECDFPRFKYVVQVVIGEQRGEGVSIFTKV
>Pinf_XP_002897108                                                              
MKPLDFAQFLKYEGADDALSVEAYISNVLEEKFGPASGIGWQLQIIRCGFTRVVGIDLLGSVGISEADLVESICGSSSGP
SDDFFINEVFRVVADTDFTDCQPLMNVFWQTVNGFEPHLKRKLIKFVTGVDTLPLAGTETCDNTLELPNYWKALCWREQH
DEHEANSKLEEKLKLLLSKKLYDAVEYSSGYGLDGTSAVADVLTGKAEYEKLAKEESYDSLDIPALSDGYLLDKDAPLSP
QRLENDEVETDAALAADSEANPAESPAVDVPPRPEESYEDDYDDWEEEPVTSDVKF                        
>Pinf_XP_002896556                                                              
MDFEPSVLIGEIRCVCGATSVEGYRGQWLQCWKEDCGVWEHADCVGFLTSFETRPLFKYLCSRCDPESYLARCLKASQRI



LDWLFQCCDSRNSKKLMDLLEGNIGADNLPSDWKNANYGNRTLAMHAARNSLTKCLCYLVDKRKANLFETDSQSRNALHH
AALGGSPACCQVLLKRDRKLLLHQDLRGCLPFHLMLQSAKVNYLCVPFIREDLALVGMGDLDSNFPIHYVCQAISRYTVE
ICRMILAAQPSMLREKSSDGLYPLMIFAKDIIALMLDIDVFGDCLNQTAPNGWPPLHFAAASGNHELGSDQTALHIAAHN
NHSLCVRALLQEGLNVVAKDTDGWIPMLYAEDAVCAQEFMHYKLTKQLSRLHRMLGKFQQRGLVRRWQRCVAQDPTCFDI
LNDWCHSDTERIERMEGLLLSSPFLLRLDNKMDYKKLAFTFSRKNGCFWKQFVSMGLQLEPEDFRLPIIFSIERGNSSNQ
GVENREGNLKLVLVRLAAGLLREVPGLLERSSSDDLEKTPLSSDKEELAAQLLGFFMLGELIAHFVLYAVPLSGILDFTA
AFLRCIGCKGKYRLARDKAWENAGRSFAAGFEAVLPATLDLFRADELRVLFNGPDMSLNAMQIDWNTAVNWNMSGHEVIG
DKEVGSAKTWLPRLINELVEEEQQLVLLFMTGTFQLVNERFFRAEGNSGRITVESFLETDGMLDHDKMYPSMEHKAGILR
LPSYSCYEAFKKGMLAAIRHTNQAFLPE                                                    
>Pinf_XP_002997338                                                              
MDTQQQGDPERLQELFRTSYARLLSQGLEPNDADVKMEDASTQQQHQKDDIEMEALKEAAPSASTASTSVTSMGTQLENY
LKLAMETDDYRTVKRLAYQAQWWGIDRDQMGRVFSLLDRAMAGSNREAMQNTFRNALEMLVTQPWNVCSTWHAPRALRFF
LVLFEHPSMFDPDYLNVVGGLCRLFFYLSEDAKALVREQWMNSYSADELHRLLDILQQAITVCLYGSRKMDLVYAACGVL
AELHVVNRERVSGMEPFATYEEFYNDAVNSEVDVVQDYSRSIIFWKKRRAATRAARRVASEEILRRRQLNGDQNEAERER
EWVQEEAQQDAERMPERQLSEMSFCDFPFVLDAASKSKVLQIDSDLEQRSRAQDAVLSRSIVLMESSASPYLLLKVRREH
IVEDAMQQLVHLSASAETLKKPLKVKFVGEEGIDEGGVQKEFFQILIRQLLDPAYGMFTYDEETRTLWFNSDSLEATMEF
ELIGTLLGLAIYNAVILDVSFPHIVYKKLRGCSLGLEDLELALPDLGRGLRQLLKFEGDVEGVYQRNFEYSYEVFGEVKT
VDLKPGGSSIPVTNDNREEYVTLYVDYVLNKSVSRQYSAFHQGFHQVCNDEVLNMFRWEELQLLICGSSDLDFEALEEAT
HYEDGFTENSEVIRDFWIIVHALPSEDKKKLLRFATGSDRVPIRGLSNLVFVISRNGSDSERLPAAHTCFNHLLLPEYSS
REKLKERLLLAINQAEGFGLR                                                           
>Pinf_XP_002997022                                                              
MLEALEAISHETEGEGVPQSLRGLLEQLHSGDGSVLGGMFPFSQLLQGSGGNPRFQRLLEQIGADQSVHTQMAALSELCE
TLALSTEEALAVSGFNVDKFVPAVVALLRAPTSMELLLLAARALSTILELYPSAAIPKATAEQAIPSLCEKLLEIEYMDV
AELALQILEKIVCKSEQALSSAATVPNAAQLCAQYRTQVIEENGIVALLQFVDFFPLEIQRRAARIVCQLCTEFPLSLEG
QLRQGLPFITNLLRSFDHEILQSSFTCLQKLGESTAFSDNSEFASIVASEEICGLLLTKLTSYASLEGASSHVSPTGILR
FLSCLLSCIPCDLSGVTVVPSASHLRFVKLPPIATALLAKPEVISENQLLRETLKLVVAVLPIAEELSSTETIPRPMIAL
AHEILPLIIRVYDVTSRADVRYDCLGVIYRSCSLMLARQQLFGAQERSELSRLAAFLARVLRSKRSDKSDVDLTPVEIAL
RVIEVPLLHSGARDAAKDIFERHGVASIIRFYASRPNEDTGEGDMQEIQTTCARVVREYLGNESAAVSVMAQLQQLVDEL
QAAQASSSAHTSSLLQVLLKLRGFVAQGEDFLTAHEIACSGLVKVLVQILSDPRGQQAFSQMLEVADAGSDGLGFVTSLL
RCLQDAISSENDAFSVSSTGGSSGLSTGSVATDLDQLTQHIKVHVLIEETKPAAEPDNEDHSTQETDSCEEQTSEESSLG
CMKTAATKRDGRNHKASSRTVHDTVVLVEPLARIETMEDFIADKLFGRGGSTESILDELADTGAGSEEAGDIDESGEFAN
DVVKLRRVVAVYRGQVLPPDMSILEAIVKFGGVETTGKTRPVSTTSSRSRIWTASPHDVTFRVAASSSSSDSSVSDEAVN
SLSTADDSKIAATCQSSDSVVSGRWDDVWDLLLLLKLVRSQCTGKSFGVSLSFVNSYLSLQVRRALQQPVRVVTNSLPEW
CFRLVNEFAFVLEFETRCHFMYATTCGCSRAIQYLCRSVWRKAVMEEPTPTQQTRPSTSGRRRFRDGSSRTRTSGLDSIS
QMVKLPRLKVRVARSRLLQSAMKLVAIYGGKKAVIEIEFLGEVGTGLGPTTEFFTLVCQQVQAKRLQLWRDEDRTFVNEE
QKREAADDEAETSKTQGPSSLTIRGYHRVAVYHCGKCKALHIPTCSVHRQLLTYEKKTDKTAARGDGDVKEAKAKTSRNS
IPQCAQCLDEHDWHSTAVACDCKAASSIESDSQATGCTLKWWILSDEEAQYLAKVFPRHSKKVNHPVLQCAHCDTVNFPG
TDAGIVVMDGERMVSRSGRRMFERDYRAVTKHVSPLCEGTPLNVMTSAITRMDVDLLVEHLAQSPEVMESEVESLSYLSE
SALTSVNVGGGPPVTAPFGLYPKPYLSVDGLDESKSPVISGSSDVSSLEADAASLSGDEVDALTWFRFLGRFVGQAILDE
RLLNLPFARPFLRALRGEKMVGSGVSAETSLSFMEELDPAIANSLRYLHDVAVQYEEKKESGEADASSEVAAWTAKVDSL
CLSFTLVGADDIPLESGGQDTPVTLSSLHRYVSLNLEFLLDRSIKTQVQAFRQGFEQICGNGERQLFRFLQAFDVRELEA
LLSDRGTGSSMWDRDGVDLREHMVCDHGYTADSRAIADLVSILCELSVDEQRLFVRFVTGANRLPLGGLRNLEPKLTVVR
KLTESSDANSTEENDAVLPSASTCTNYLKLPDYSTREIMKQRLLYCINEGQCSFHLS                       
>Pinf_XP_002895837                                                              
MVLGMEIQDVLLKRVGEIVSPLPVSDHSVVIFQNEVATDKLVDAADSVGEPDVSSLEILVDGSDGKDAVEKAVKEAVAEC
TAAQATVKHPSVRCDGCNQSPLRGFRLKCFTCPNYDLCTSCYTNQTHNVDHPFVRLTESTGTGDLLQPRSKGGSVVPETA
LVGSKPWKGNLLRVLLDAQGYVVYCRGSRRECCDTANALANLGLLVTVAHSDDMASVNSLRDWERSVQLLLEPGSSRLSH
RRSSVSSEKNAARRANREVTNALNRKAALINSNTRRSGRKVEDGRRLASEVIAMLRLMASGRSNMQRWRSSTLRKMTEVL
ENAPRQITEAVDLNCALCDAYSLTLGAAQVLGGFREPLRIGGNVSLSSYAADKARGGHTGVVYSYAFGNDDVVVANLDGS
TEGARNGDTAGDDDICLCKRSTSEVKAVSSVALDRDTVELLEPLVVPFCAVVKTVYEWTSDGKSDDMDEDGTPTAGSLLR
WELACALVQSFSAMAPSWPSLFDNQVISTNGNCPAILFQLAQLCVRDLKVEDIADMRGLLWNMEWLRSRDVHFSLATRPI
SSSSFSVGDDKTCVPRPTTLAPEDSSAFSSVVSDGALSVPEPSEYFYNLYAFSGRSDLPQHSGRNKMLEYWEKNVIPAIE
TYVSGSFKSYEMDYFFAQLREPLREGNAAAALKIAFTLCDGHVPSGCHYPDPGTDWTALQIDDVEVGGRYVIASENVDVA
DWSRDMLWTLGHSGTVRVVDSSGMVLLQVVNPVTSASEYWWYHADNLRAMSSVSSVSEQSVTDFEASRTRLKMMNQQLIY
SIARKSVFDLLQVAPEHAMKISIETRKTCLARTSSSPLPLPSSSSIGHTATATMQLTTPLPKNPGNGYDLADLLRLAAAA
DLGCPEKVLSCEMGMLSDSTPGAPSENSSSLYLRSKVSTKTALITVLQTVLNKQFERAASSPPPPVMDRSTSYDENASVM
VTMPAKKHKKRGKQGALAGKLAAVGASSAATSSSSSSAPSSSGSSTSLKSTQPKLQQPDVTPALSTRKHRYLLMEALLSE
LKTSLDLSSAFLRSRSFMVTSDSPPQPLVLIHIPDATCLVLSFAVHPVLMDLPAGSSLEFFRDERCTDRLFGYFGDKRGL
SYLPPLVVPGDKCYVRMSQGTYARYKFRVDPFTADFGLALWLCEEIYQKLLAVQLSHYEVETVLTTALNALVEYLIATTA
CLPANAKTAVYQITAKLINFALSKGAMHSVPIAKLSGLVKELTFVHDNERTTQKGLFSLYTQQLAELISLVEEVSSLKGG
SSSILGGAWWKEFVRMAVFTRVLAQGKREIATPDAFKRVYCGRAPIREIQTAQTALATHDLFGERIIFLQNLPRTSNVAE
LKASVSKFIVHLALEECGEADDQNVYSAAAVTRFGIVSNIIYMPVNAEGQTEGYAMIDVGRADVIDDLLTRISKETFEFE



GGTATEEDHELLARIEAVCRPPESSSGKSNDGNDCCSDGADPSGDVWACSVCTLENSLADAGCAACGSPIPPEMANLARD
VQAPSLSARSEAQTTGLEAAASSGWSCTTCTFANSWTDTTCDACTMERSADLVPPSSATREDSTQNESDPVTDGADTEAS
SRYKLSAARFVDMVRVADETSDAPKQVTSFLHHRFFWTEADADEASGMTIELRRVLEHDISQYSSSPASKMAIEALAVLA
GVTKKSSWEDLSNEKRLNKLTSAKALSEVKDKTLAVYKWLRSSGYDLQFELSHYGSMDDAMKAQAKWTHQMDCQLIAVCR
ELSGRMGVLMLTDLCPSHLNASHAREYMQIASLETRDLRLRFAVLQSLNKLLVEALPLVNLRPWSDPSSLRSRIVSIRQL
IFPGVKIRFFAQTQDNTTLAHSVFVDTNAKRPMVTIDRRKIAGKRGGVCASTTEAATSLVALRDPRRSLFASTMKQLSAI
SPSLLRAKRPTGASDPFVSFIVIFAGENVVGEGGPYRQLFNDISNELLASGNPLFIPTQNNVMKAGEFRERYMPKPSSTS
KELLQMFEFVGILMGCCLRTGVRLNLRLAPLVWKMLVKQNLVLTDLESVDYSLCESLKFLEELASAPSDDLSEVLFDSFT
TTLSDGTVVELKTGGQQLSVTKANAKEYIRLVKATRLQECKPQVDAMLRGLGKIVPVQLLQLCVWSELQQWVSGSLKIDI
DLLKRHTRYSSGMSPEQYPHLEMFWKVLSSFSEENKRRFINFAWGQDTLPADDAEFDRTHTRLLIKAPPQDSGVNQDALL
PKADTCFFNIELPVYSSEEIMREKLLLAITLCTSLDGDEQTAGHDIYYAGDELDDDVMDK                    
>Pinf_XP_002895028                                                              
MPVSALALLTWNELEKRMCGVAEVDVKLLQINTEYDEDLSMNDEFIQRFWRVLESLEAEDKRAFLRFVWARSRLPLGSAQ
FHQKFKIQALASSGNGDVNGSSSGPPGGWMDSQMPKSHTCFFALQLPRYSSDEICRERLLLDGYQSDRSASNLTSHLPNK
RQNVRIEAKDIGENN                                                                 
>Pinf_XP_002894740                                                              
MEKTANSPKKSDDEYDYPEDLPQLHVNRLKAAAAKCHEGTVSSLLSSLFGQSFEELHFLPIKTLRMVYSHPMDDGQLRSF
KVKFEGEGVDDYGGPYREFFSQFFAELQMLNVPESEDNGSTSSEHSANGGPSSTSLKVDPNVSVSACVLPFLLPSPNWRN
GVGANREKFVLNGALIEQKRQLYCEMFFFIGQMIGICLRTRVCVRLDLAMSVWKQLVVEDDLNPESALATLKEIDFVAYS
LWKTLKGILDEFKRPNSKQEGLEERLEAMDLVFTTVLSDGRSVDLCEDGSNTAVTLNNLQEYIDSMLRARIQETQEVMNI
LEKRMCGVAEVDVKLLQINTEYDEDLSMNDEFIQRFWRVLESLEAEDKRAFLRFVWARSRLPLGSAQFHQKFKIQALASS
GNGDANGSSSGPPGGWMDSQMPKSHTCFFALQLPRYSSDEICRERLLYAVRNCVEMDGDFRLADTEMTGWTGISPTDQLR
I                                                                               
>Tgon_XP_002371590                                                              
MEPKHIKKKCNPILGEVLRKQKHAPTLVFSLRLLQLMYDSELVETSRSAPLPGFRPPASSSSSSSSSSSLAPLSSSPLLT
ASDFQWLSLTLNKVAWKLLQACYTPSVSSPPSISALRAPISSLSNAWAAVVSPGVSGLGAERLGRHSRSGEERRRGLSRS
HSSSLRGVLTTLVRQLFDRNSRLHFLPETSWILPDTMYLLKSKALLHQQERLAQLDASFAPPPRAEEAATEGLERVANTG
VKHAEKILAALLTELPHTMAFEDRVLVFYDKINADRLRFRDAFHQMPFDRSLHEIRRGYIVEDGLFALGYADEHDLKGFF
RIQFITGEGVPEEGIDGGGLFKEFLVLLSRKVFDPDYGLFKASSDNSLYPNPSVHLAHTHPTALYNALGKVVGKAIYEKI
LIEPQLNRVFLNLLLGRPNQVDDVQALDPVVHKNLLFLKHYTDNVQNLALSFSATLGDFGSNEEEDLIPNGRTIPVTNDS
KLRYIQAVAHFKCTKQIAKQTQAFLNGLSQVIPLKWLKMFSPAELQLLISGSPLGFDVADLRAHANFTGGFEASSPTICW
LWDTLEEMSSEERSKFLMFVTSCSRPPLLGFRNLHPSFTVHRVPERHRLPTSSTCVNLLKLPPYESKEVLRERLMEAIEG
AEGFGLS                                                                         
>Tgon_XP_002371510                                                              
MLRWKNESYCDSVLHSGRCETSSAVKGHVASLMIHLAFLAVFGSSVPSVKGANSTPFVALCFTSLSLFSLEFVRQISSAS
PLEGAATGHGASSSETSGSSAPAEGAAEEDSGGGQGETSRSRLRFLNATTEDGETGLASAFASVSGASSETRGRLPGGSA
RRPSSSLPGFSPDDMDDDDDDDDLDDDEEDDDDADDLRFHFHLSADAHRELVSAVRGVVSGGRRQGAARDGFDDEFSVDV
HLGPQRTGASLGRVSSGAGGAVRGRDAGARGLVGAASNFFRTPGGDSAGLGNGGAHFFIGRGSGFGAQGAGSTRSPFLAS
PQASGFAPFLGGNSAGGSVFSLFAGPGLGSILDVALGAGAGAQGTGAAHPTLAALTGQTGYQQTWTSWDVSAIPSEHPLF
SSSLCRASHSNGASTPASPLQGTSASASGAGPERGAGSGGFGARASGGRPSGSGRDGRINERFLIQHLLEDLSQAFGSEI
LRTPPSGGAPTARRLTSSSQNLESPRHQAGAAGAESHPSREARHEYEGRDDGAGFEALYGNMNFFEEVEHAHQQRLAAAA
VLSRLAVTGTGSGAFLSLDDVPFPVAAPTQPEEPDSREAGEREEMEAAALEADQAEEGEEASTGEERPGEERPGEERQRT
DTTTGAEGEPSSEEARRAQISVASTPHSDRPEGTALREGTVDAGVLPGASVEPAASAQREEMEVDMEAAPAPTPQAPQRE
TVEERSPETEPRDAGQAAEESGDTHLQGAIQASVETDEMPSTSQDTANANEQPPTSDSTSSSSPSSASSSSSSSSASSSS
SSSSSSSPEEGGGPLAPLARALGLTEAQLFDAAGMDPSFLEALPEDLREEIVVQQLRQLTIQAVEQRRSENESLCSAPPS
SAGEEAPRATEAESAAATHAATEAVVGGQPAEASGPQPTSSSRRPGGAPPLSEIRREYLSALPSALRQQVIAACRANEET
SGDSGAQQRASTSQEHSDAGTDLDNATFLATLDPALRQEVLLTAGSDFLRTLPTEIMAEASLLRERVLQRSQHARSARDR
GAAAQGGRGDGDRARGNASAHGRGDRDRAGLQHFLGFIRGNNGGAGGAATAGTSSQTGASSRSRSSTGAGASQARGGQGA
GSGGGAQAPIFSFGTRVGFEGTDNLLGERGNGDLYLAGLFDFLDSQILQGGTLEESGRAGLGRLQSRGSAPLFGVQSFPS
PSAEDGLGAGGAGGRGRSMDRDGAGFLGTRGGVRGAGPPEARNLSLGAGNPLLQESAVLSGTPASPAGAADPLSLLRGSH
APVQRAFQGADRTPGLSSNSALERFLQGTWAAIAAAASNSNSFGGVTISGIPSSRSALIVNPNSGTYPLLVGAGLAAPGS
AGAPSQGSGAGAQLGSSSGFFGGSVPGGAGTQVNVLLTGGLLGQGGGNLLSLLSSSIRGAGARPAMVAGGRDMLGNGLSF
SGTSGGGLSGTVVTRPDGVVDGLSALNEWLLLSPSVNAAGHPSSFAGASGLQTDGGFRGGATSRRGSDGGYEVVARSPAG
FYLHGGSPLRGPRPPFHPLGVLGICRLFYLRKEINRKLFFTLLCNVASAHQDAWHLLVLLFLVICWSAAPDCHQPESSSA
RSSASSPPLSSVGFPPSALYGALFEGASSNAVALFERPSAAAVATERVLEQLRSLLTVLPSASAAFAHRMRHPQAVSLRD
VAYPSSLSAISSLFGKKDEKAPRVASAPHDFGPGRDEPKKGEDKKREIQGKGGAGRSRGRQGEDDRKPLEEPEKSGGKKD
GANLAKKEKGSRDRGAAAERGDGEERGEATHGSDATEESACAAKPRACIERKEEAAAQNGYIAAEKGRESELFASAWRRR
TGGGTEEDGRSRGREERAATLGGRGACDDEDALGGSRRSGSGDGEDLVHELRRKKKRREWNGAALSFGIGSSPSASALSP
VGVQPGGGEKEGGEKETGRAGTAVSTDGQCLPEGVGVKKEPEGGALAPRASFGDPAASSSRVIPGTNERASQMRERREEE
KEGKSAVSAGRMVPHEKSGGSSGSPPGKDDEKKIVFGEGIKEATLEYPINVLMTLTSGTLFQSSPRLMNHLLSAVYFLLV
GGDGAGSREGEGSATKASSSQRRSGASASAPERGDSPGVTGASESSGSPPVETVSSGAPGVSEDAGAAAPTVTVASKPRP
EETGSGAVSASGPSPEKENAMLRVVSPTAGRALCQLLCSPSVAASWSQGAHTPQQREAHQQQLNLVAKVVGCLYSSTQHR



AWVEEALKQNATTLSRGISDELRLLAETMRASVRFLGRDSGSPEPALSPHDDLWRRRDLLDPQLAAFNRLCSTLSDVLSQ
IEEQAGGKEKEREQERAPRSPTSQGNNASAVCRASRAPSGQEAEMRETAAPGSSSSAPTPGAPEGPPAASTSPERSEKGG
GSAGSSEARDTALQSLEAAALEAIESLNTVAMSTASRQTGARASGGKRGEGAESRERVSSALVAFRNFFDQSGVALIWEQ
LDDVLTAVEECYPSLTMQVAAPGLLPPREARRRLPAAVREGDEGEARREEEDDEGRGSEGRRRRVRREEELEEEEEDGRR
REDAEASGLVDGGREVWPASAAATSAPTDDAAPLILSQLLPILEAYLQVHQTCIAADYDVKEVADLGQLDLFSLASEAAN
APCMKVGTPDSMASPEDEKRRTTTQEDALSPRVDSRAAGDTGQLAPLSPSAHASAATASPSQRHAELCCFGERHKASINA
LVKQTPSLLTTTLQPLLKLAPMTVAFENKRLYFRHKIREMRQSARFETIRLSVRRDQVFTDSYHQIRMRSGEEMKGKLNV
HFTGEEGVDAGGLTREWFSLLARDMFNPNYALFRREGAKSEFNHPNPLSSINPEHLHYFKFIGRIIGKALFDGQHLNAYF
CRSFYKHMLGRRCVTADAESIDPTLYNNLLKMLQYSLEDLGLELTFSTEVDEFGMHRIEDLIPNGRTIPVTDANKHLYVQ
LICQRKIVGGIQQQLEAFLSGFHELIPPALISIFDDKELELLLSGLPTVNLEDLKANTDYVNFLPTDQTIVWFWEVMNEL
DEQQRAAFLQFVTGTSRVPLGGFKFLVGMRGPQKFSIQRAYGENKLPTAHTCFNQLDLPGYSSKQLLKKKLLLAITEGKE
GFGFV                                                                           
>Tgon_XP_002371460                                                              
MSRLIVFAGPCVTVVQVTRVEHPRPAPRTLCLMNSPAALISNCSSLKICLSRSPYPTHRDWQLLNALPADAFLDAFAPRR
VRLVLEGRRGEALTACGESTNSLRRSVPANSVGKAAERRDRTPLKETRQSPPDASRTRALQTASDTEERERREERDEKQR
EDRGSKAARDAEAAGGHEEENSSGTSPETEEPCVEADGRDTETSRERKGWRRQRRGALDEETSSIVSVTAGVTTDSSRGV
TIGQSSEDLQWIEQGEREELGACIELEKAQEKPQSETSLTEAVCDPTPGRRSVVEPQLSSSSVESSSSRGDPSFSISPQI
DGIRDAGRQADLERHDRSVFSSERDVSGTQIADRLRCFFAPFPALLCFPRCTSRRQDRSAEGAALEPSRVSPPPPRRVSP
DSSSCRLDPPSAEVGDTAQEPAVLPGTVQTGNAVAAEVSTGRTELAEEAADLRSPVVLSERRERLFEEGASTSQAAGFGP
CRLPSPATGLCPAVGFDDANAHPGALHASFEEMGDGSSCGGSSWNRILFEQEPGLSYIGPPQPWSRVPDCVTGVAAGGSA
FRRVAKRERERVEVPERYDGWRLLVRQVIPEEFQVKAALACEEAVASELSETAAHLANLLSPATANGRGRPHKGPRQGRG
SLERATQSREKSRVSIAPQETGGELEMPREGGEGRDRHAVGESANNAGSPSGVVDGEVKGDRQDASIRRGAKNESCVRDR
VGRSPIREIDSNGSLVLPVTPESPPSSQAAAVSAASGGASDHPVFPGCLLAGPAQAPDRGVSSPETLPRSPDFCSAASSG
APEVSRPSGREWGVAEEMLASSQLSVSSHSPASQVPRPSASVASASSSPASPETGCLLGLVPVGGVLSPDAVERSFSDQC
LRGSDSVRERCQAGETSLSFRSAESLAAPALSPAPLAFSPSVLASVGSGGPHAASRVSGSQWGQLSRVERRPRPRKVFQE
ALRRALLPMRLEGLLRDLEVRLGVQGEPWPDALLLRLIDITVKANESLRDAKTGPEIRPLTPLLLPLPGSARRREREREQ
RFRTTGFDLTRTAGEDNHWCLQDENAEKRDSAEQERSIRFEHDEDDRRPFAPSNGSGPDPHTVLLSDSPFSRGSYANPSS
LPCSTAEPSPAASHSDACSSQTPDGSSPALPLPPRDFFADLPSSPDTALLDVSPHAFVVRPFQVATSLDGALRVSALDVW
TWHLPFFPDLSPDAVAAWLLRAQKAQVCRATQRGKATGDARTRGRQGSEGRSGADAESGEPAGEEAPSSRAGERQLRVFP
GGSGGLRGLHGDGFESSEESLHAATSPRFLRHAPSLDSSEDSPHYDFDSDYGVDGGAMTEGGENDGSVFWDDGDAEGERS
WPRGREPSFGDPETYDTEEAHTVEGFSNSVNRSWDIDEGFEVPHPREEEGQEHVFVFQDGGMSLASSSESPGASGRAGDG
ETSSLPGAALPPAPGAPRGASSAGESDDGSSAEEADDLQDAVGEEGEALHPNATASLSRTASGASDVFTRGYVAGVDRLA
EELWTLYELLVFRECVKRVKNAERAKREERERRAKRRPTQRAEGLRKTHKQTPCGDSSRRSCAAPASSASASIAAVRSQG
ARRQRQREPREMERRSTAAEAGEGSERAQVEAREEIEEREQGREGGGRRRSRRQDTGHCHASSSFPYYEGILAVIEEDEA
SALFDQSKSLRAGCEADGENEEGGSEAISQGERKEDGLSRRGAKPFLTGSSPIYTAVASPLVELPSFCSPLLYQVLYEIL
LLFLRLGLARCVARGSSSSADLLRYWPPTVGDIRAALQLRLRYLHQVNVSFLFLSPFLPTIPPPHPYTYAERHEVHLGLA
ASAVSSRGDTAEREEGGATTGARRRGFRLKHPRNSVAFAWLPTGAPAREDLPGAATTEGLRARAAWGLRTLPPVSWRPRK
EAARRPRTPGGARTCNRDTDENLSFQKEGRKRSLNQNCVRGTPGSASLAGIPAFSSSLWGRRESEASLEDRDKVLVALAG
TKSLLLPAVKNFLFRASTIYRVHAVRQQILRLPGFSYAFREPDRPRQALATVSLSPSFSALLPASHGFCATQPQLASEFP
SLSPAGVAQTAPRMSLAWEATVSLVRLHAPLEALCVLSPSRQPRSLLAEGRSGSSATLVVDVAAPLPESWGNVGAAAVLL
DRIAARQPETAAASSVSLSQTLPGVRTPGSGGEGAGAEARGLDAGDGRLFAEARFAKSLTGQLARQLQHVETLKLVARER
AFVVQLRGEGAQDLGGPYAEILSNLCDDLVSQRLVVECPNARNSVGNNRDVAILNPHVREFLLGADLAAPDSGVHTPQLP
GGSPGSDASDSEPFDENTDVWPKRGTGCFESHLRSLEEATELVSLGCQGPSPLGFSDASCASGWAPILPPQPLLPVGPAA
ARGVRSVEALQAQWVEFCGLFGFFAASPSVATLSAATPTLSTTSRSSSSSAPSSLDAEARETERRRMREAPDHGRRSATC
LLSSLGQGLASTLFVVGRLMACAVLTQSPLNLSLSPALWKLLLFQLPSLQDIQAVDVLAAKQLKTFLACAGLTQREGGRL
APAHDKGADAGEEEESEGERGDVEGGEAGEGRETGRVGRLERERDQAILQAFAQNGWTFGDALGRNVELFPGGSQRPVDD
AEIAEAVQAALFAKLTEGREAAAWLAYGLYDLLPLPQVQATLTADDLRQLVCGDDDIAISVLMRHSKVTWDTSDARERAL
IDNLWEVLNAFTKKEKQMFLRFVSGRSRLPRSWVAGDPSASSHKFEIHIMRDEEALEIQDASLRSVRVAEHQTVDDRLPT
ASTCFFMIKLPKYSSKEVLRQKLKLAITSCVDIDLDALHHDFEFAQFE                                
>Tgon_XP_002370597                                                              
MSTPNNNCCSVFSRKWWRGPWNTRAVLQRLRPREALFLRDENAHIPPEDTPDAQAAAGFFPDTLNRTPPESADTRESFSS
ATSGRFGRSFLRSRTSEPRRVVRPRARRGVSSVVLPVERDRTTVGGPVDDTEEKPHFAPRGFFAAKLLRRTHSTRALSSQ
PADTSRGQTPSHSPASSAPALPDSGSVEDPGEARPAEASETAATVGNSQASQVQQTPSVAEGTPGQNNPGRSGSSEQRRR
GRSLRSLFSFRSRRERRRGGRRDSRQSQEPRDPRTAVPDTSTSEDTAVSQAHVHGPRRSHSSAATGPIVCPVCANPFAAS
VTPRQVLVHIDGCLVAHQLSVQLLPEHWEGLHGMNDTWNDRFGRVRNGLITFEPEGSQLLEVPMMVLAPPSREDRENGGL
FPRCRLRASAPVGHSRHFLESTLPRVSGALEETAGVGGLEPVSPPRSPSSGSLTPSPPRRVLERRRYLVRQLRQIELHAD
PARRHFLERTRSELETPARYFPGAVSHRYRSTLSFSPEFIASYPLLRPERGLDTDPTAGGRGASRRDIAAPRGPPRGEPR
ARPSLPEGRRLVPTGLAPPWGPEAFLRRNTSDDTTDPVSVFSETSPTTAPQSTPVSASENLGSDVHAHSAGVFVAGFSGA
NQDEATLPAGVRAGTVRDLEARSASNWEAGDDLQPGPSSLLRESLDSVRRRLEAPPSGIEHVDAGRQNDVPDSAGDTPGS
PRGGPGPMPYSTPSVGSDRSPGWGSSTSSGRDSRGFGAGRPAAFPSARRARSGSMEPKRHQEGSQGRAGSRRGLGESRDG
PAVRRRDASAREEGRRSDPTLASASAARKEIMQEERASRRETSRRQAPEPPINPDLLIDSLVQLTRGERAGNEEAIAKRA
YKRFLHANRDQFVALANFPFSVKKDWLYAQLSSMRVHFANAWVVIDVRRDRLLQMAFDRLRCLSPADFHKEFKFKFQGEC



GADAGGPTREFFTLISQKILDPNAGLFQFCDVDEIAYRINPNSAVNEHHLEFFRFVGLILGKALFDKQMIGAPFCRPLLK
HLLQRDGGFQDLEFFDSQVHRSLQWIRAHPIDGVLDTSFTVTEDFFGETKVIPLKEGGEFERVTDANKEEYISLIARHKL
VYSVRDQLRALQEGFWSVVPLCLLRIFDDRELDLLLNGQNRVDVDDWKRNTQYSGGYCESDPIIQWFWDVVGNIFNDEER
GRLLQFCTGTSRVPAEGFRVLESNRGQLARFTLQPIERIPGHSPALLPRAHTCFNRVDLPKYSSREELLRYLRMAIEVDH
LTGFGVDE                                                                        
>Tgon_XP_002370207                                                              
MNPSDHTESPGPGGRPGGSQLNWGLFEQFLLIDLKPTEAAISALTLDAKLRSSSAWAALSAEGRSLSVDQIFSLASATGS
EEERATFSHLSAAFRVCPAFRKLQEARQFVLTESQFTDPDLPKGNREKWKPIVDEGYDPLPEILEKIRDFCDKLQSNVDS
FFYPSQLRFVLVLLECPFYEEDGNLISLVELVRTVSMLQDEAKQILVNWYAKIPASVVRSHLVNIQQLITLRLLSYPDMT
SLRDAFAAPLRHALHTLHILYVATNRREEARRRALPSSPSSGVRSPTFASTRVSGEDSPRRESREEDSAPGKKRAPEVAF
HVEKRTRTGADGEREGRENEEEDPISFEEFHNDAINSQHQLLRHEFSQWLDWRRSLASKQRQNGDAGDSQGPQDASSSSE
ENEEDSGEIQDVRGEPETENTPEKHSEVTQIKDAANSSSSSSSSSSSSSSSSSSSSSSSSSTSSLLSPGRGENKEKVPRF
RHAELSLREAYAQETDFALLQHPFVLDAANKASALKRQAAVQQFHQARRVEMDAIFSLFTGQETLDRNPFLDIVVRREHI
VQDTLFEIDRRSRVPNALKKALRVRFSGEEGVDEGGVKKEFFQLLVQELFSPGYDMFSHCEESRLCWFNPVSTEEMGNFR
LIGAIFGLAIYNGVLLGVNFPSVIFRKLLGWPSASLGDLAELQPAVARSLRALLSASEEDVAAMGLTFSVELDRYGDRVE
LPLGTHAVSDEVTVANREEYVQLYVDHVLNVSIAEQYRHFEEGFLRCVDEATISLFRPEELQQVILGSEEELNFDKLRSA
TSYQDGYTAESQTVQDFWAVADALDSVQKKKLLMFVTGSDRVPIKGLSSLKFVIGRNGSDTDRLPTAHTCFNFLLLPDYQ
NREKLEKLLQIAIENCQGFGLR                                                          
>Tgon_XP_002370062                                                              
MSQKRAKTDAMETPPDSGQPTHPQTHIASPSSPSSPSPSSSSSSSPPVEGRLRSDASAGSLPACMAGLSSQVAPFVSFPS
LQRQQTEQLVKSLDFHVYLWGLNDKGQILNGAFGVSSPATPADKDADRERRETESGRESEGTCSVPLTSGPSRVTKLQHK
TIAGMSCSAANTFIWDFHDLLWAGGSTEIGLELLGMDLDEEGRDEGVVPRASLCETLGDVKMVAASRTHAVAVLENGAAI
SFGANEFGQLGQGPASVQLGVSRPRLMRLQPESAQATSGQVSFTTATCGENFSVLLSSTGVVFTCGDGSQGCLGLNSSPS
ASSSSAPSSSSAPASSSAPASSSAPASSSAPASSSAPASSSAPASSSAPASSGSAASSWTSAPESGVSAAALSLLSPLYA
VPVRQVAAGAHHVVALTISGSVYTWGRNRDGRLGLGPSYAHVRTVAVPTRVESLGRLGRRVKFVAAGFSHSAVLLTGGRL
MTCGSNYYGELGREPYYDSAGPDSEKKLRQRKDLLLSSSTFLPLTALAKHRVKLVSLGHHFSAAVTASGKLFCWGRNDLR
QLGLPSSSAGLLVSPSVSDFAPAIVAQAASEQPERKSAVAARESTAFAPPGEGAAEAVTAASRVDGETEHMEASKNAADA
ARCETAGDAAILHPPLPYSATPVEVPVENGELFFYFVACGDCHCGAAAVPASVAAAGHRGRDELRASAVADLQPFFKSIF
CRSQSLIGCDFPRHSISRGLSGLSHGASLPQVSLSRKESLPTPVSAALLSGAASLASVSFEESAPGASSSYLAGVSVEEM
LMLIEGAQSTGDDSLLRSKLALVFSDVYRLNSSFVFPGRGCHPDFAGLDEVYVHLPEALLPVVAASLMTCLAGSVKFARH
LKTADAVRFLLFGLACFRLYGQGLEEMAVDEVDLSSLSHSADRRDRSPSLPRGASALFCASSQEMPESTMTAGAWQPAEG
GAAQATTEKQAEEKAQTGMMNDAHGEAVFAAVAHLLFHLPPEGKMEFVKLAAEFPDNLFEQRLVRMTKWFITKTLRQARS
AYRNVDRLWHAVALLELLYLANLRPSSPRALLLSCTAAPVDSAETARDACTARPRSSSSGFSSDSETPREVKIPVEKFHL
AAVAQLVDPIREVALYADLIQRGQAFAETPERRATAAEQTDSSDAQPANAREGEKRDETEESPETTPQAGDRKEKMPTRN
TPLSGQRRKREVWSTFDVFRDVVHSTELQSRWCFFMAHMQLCSLEFKRNVILVDNIYKQHHTGLQSLLEAQLPFLLLRVH
RGALLDDAVAALQQANPQQLLRPLKIVFEGEEGVDEGGLKREFFSLLTPELLSPERGLFTYNAAARTYWFSSLSQEDIKK
KEKYYWLIGALASMAIYNDMIMPLAFPLVLYNRLQGRSVSLEDLGDVFPEEMNSFEKMLTMDKRDEFEAAFSTQTFSVDI
VRDGKVVGEAPLIEGGENIPVTMENRDLFVSKYTQYLLVDSVKQQYDAFERGFLLCSSPLTSQLSGLELQLLICGTPELD
FRQLRDSAKVEGFDADDPYIESFWKILSSFDIFQKQKFLKFVTGSDRAPAFGLKEIRMSVQKNGVEPTERLPTAYTCFSV
LLLPRYASCEKLQRLLLRAIDESEGFGLQ                                                   
>Tgon_XP_002369660                                                              
MRAASPGDGKTAEITTAGGHRVEKSRTAGAGRGKHSDIDSCCSPVSVRASTGKGEPGASAQRRTSLPFSTVMTQQGERES
EGRNETHKREEDPSSPVQKSDCSHMGRRDSGSINLSDLPVSEKPQSGCFGVDAPSQPYPEPVDRTSACFLPQSANVSRPP
LPSASLSASHVSSQSRRASLTGQHAAFWASNDSLPAARGPLLGECVLPPSPYPSLQLLELLALQFPLTFSDFPSSSGGAS
FHEGGAEKEEGREEAGKLTGSSEAPAFPSRTLLLSSPIPAFGAYCFQLILELHESLQWGFSVPSPSNRRPEEHSFVGSPL
HGDCGPLVTPGGSLYYGSAEDFDGPRGGGLTGRSQPRRLGTGCSDLSCCMEIIYGNERRLRLSQRTANEGGDRTGLGGVD
EGDVHLRLELNNDALVVWVQQEEETDGGEQRGVFGANARNKCTAVQPGDSADSLLTSDSGSPLYPGRGAAFSSREASDSD
ADLVEKTQERGKKSVRAALFDIRGIHSIVLDILVDHTGEGEEQGIAQDWLLPDPGVCDSGRLERAARKRNGTEKDTLGLP
RKERMREAGQEKAGLRSRRRRHGHRTSSQDGGAAMFGPQRSQFSLFGGETEKSKCTASKRKDRHHIVVFANGQKLCSVPL
PGPSVLLSSTLSVNPANEVLVRAETTPRASLRVTSQPSWSLGFIEELRRRRLLCGEPAAAAEESGEGPDAVDGWSANGWS
PQGERLARRAARFGGAAFDEGAVMGEEVEAFAEDDDSSTASFSSGDDEGENEVVGECSRFPSWERAGSQGNDEKARPAET
SRLRDGFFDPETLTWTSPAQAATSSDCRGSKGAGLSPTFQPLLGGKVKKAGLFSLEDLLQRCVFCLHNLVLRTRPPTGVS
EARLEAWATASEDETAGDTRGVGATGADRETSPGVVGYAFGILSAPGKAAVLFESFLSSLDLQCLALKRARAEAVRAALH
EEESAHASGLFPEPQACGEEEAGNPHHGQRQEGESEKASAFSAASSPSHRSSGASTNLSPAIASPSFWSVSNSGASSSLQ
ASAPRCSPSSSSASSVPAPASEVDASLASSMLSVSGLRLLPVNEEPARLEREIARPDGVTGKAGTGASELPLLSPCSGQR
HVLLRSKWRTRAEVCCSLLGSFRAFLEDSHVVAELRHQLIRQPQTLDRLSGLFFDCLLFLLEHDAPPPVVSCSARRWPAD
PRDKRSEVSSQGDRSLPQGSGASPSTLAAVTGNNGSEIHTSFSASPTSSPLHLSGNPALPSAHEPLRFSLAGGSACSSPV
SRTHRQDFAPATPTAVGPASSDAFPAWIRRSSQGSVTSLSSSQGTVDVCSSRSARLVAEAPAGPSALCGPRCCAVCFCLG
AQEEMDAEGAVWLLHRAALKLFSSIQAPLLTTLLWRVLPEKIQSFLKLLASNMRPFEDALVRQALSVLDAAGGCEVIVHR
LLREVQADQDGRKEEPQTLCVKPTGKKPRRSPASLRRDAPFCPFTPPSRSCSPTHRSDATHFASASAHLVHGGRESFPES
FVKGNCLPRAWEGFSSTSGLSAEAASLRSNWSGQALPPESDLCFSWPLRRVHLSRSMQASATSGHFRKRQRRDSLFPHLR
SSLRSASYQDTAAARIDALRFSLSCLENSGFWPFFRSLMSQTERQIEDALRLPSLSRVSAAGSGARSAGRSANLPTPRRL



PSDRVPPSVAKARSPFYSVTYPQDASAEFFAYTAFATNSTACPEWSSRFVLCPHLLSSPSCGVAISAATAASRGDKSACP
GLFPFSRSAASPLAALCGTAFYYRLQLLHRCLFDSVASRAGPKSVFWSPPVDSALFTSRCASSSASRWALRNDRECGTPA
QRQEDCRDAACSTPGLAGEVAGLLARHAAQKWIKQLLIYLAMPDTLLPHRHLGHPYDPGFFSQDASYTGQGPPLGPGEQH
TPSKRLPTGLGDRAGYPGADDSGKLLDSSAPRRPPPMSPAWLSGRLRHGSWSEEDHHLQRLEDVCSCLEELLRRLLASGQ
SVLAAMMQAIVLSDGLGRFVPINGSGIRESARTGRSREIMPLRRADQVRESNGPPGDPHRDNQEVDRSVAKGREERELEH
DEANPRTSEDHRVAAGLTDGRQPTGYPSDSQTISDAPKKVRRNALLEPIEFSAGVLTPVEVPMRETEFGPASAGLPPPFL
HGCAFLKTAVLRVLTQFASLLSSFDGSEKGGDGADAGDNIATDDIFKNLTPGRKDGAAGATEKNSMVVLALVQMTLRLWP
LILRLALRALLLLRQMSSCASEGGDEGRDCAETEDPHGLLHPLLRDACPEKKLHPIVEVCLGFVAVASDILVALGSIPSA
LATFETLAGQSRSPFPASPAASSPGADSAFLGSPSSRAGLSSPLVSPSGAKNSLAGSRDKYAEAYLEMTASAAGLPPLLL
TGATYRVAPPGHGFQAVEGALRGTVLMVLECSAKTCGSLRTNHFSLPRAVQEFLSATQPLKPVGEDEAVTKRTRQAENDR
LAAPALLERKARERGSDTREPDAAFRRGRDGDVEDWSDGRDRHSRRERETDTPSLASGSVSPDENRRELCDNEAVAGLRP
FAAVGPLPGSSPPRAGGLESSAFADRHQATSTFSGSSSSFRPPSPHPFAPPPAGTSPSPVLLGLFKGEPDIVAAFGPSLR
AFHPSLASVQHSIAAALLHLLGYRGDPRTSQGDLSSSSQCSGSAVAREETETEGRPSKGRRGEKEDNGSPDSGSEGGKRN
PATSSTLVHRGGREKPTSVSALDVRHASYREKEQEETLRILQIVASESRKAAVQLLERWQRRKAQRTAATPPMNEDTWAK
GPAGGEEAGRPGAGEELWRTPATGALSLTSPASPGAEQGRERESVHAFPESEETLRAKERRQIRLRCEWILQVCPSGLLA
PPGGSLYAMSPVRLCRGGWTESTVSTHAGCRGSLISGLLEDEAAFVAPYSAASALPTVTRFPPRHQTRSLSCVDSVSTGP
LYRMVVGPDGHSTVMAVSAELSGAAGATMVDASSSGGAAADDCLLFPDASPLPGGLHDDLHLSRHQGSSFASGSLSLSSS
PSGPLFPAQSLSRHACLTHAPLEHLRGLFTHQRSMPGLLSVPTRGASVSSRPFGSTYGSTSFGPLASIVGGGGIRPGSFS
RLTSAESALRQSVTPNLEVLRRLMSSRTLAAIDRRSSFSWGERGPGGRLLPARLFTQAGTDTTEGTASDGFRLLSNGTTA
LDFFGSQPTTPSSPRFYSIPPHMHATNFCYGPRKSSGEGGLGFLGSPFGPHQFAPGSSGLRMAASSSFSLGTDGAGREDG
FRLRRRAASDAMSESLRHFVRRNGGAAPGGDRGEEERRNSAGEIPREGVSPQLRDADLSSTGGKTSASPQDKSDSLLDKW
PVCFRPVSRPFPPYTFPGSHAPFHLPSPSLSPPCVSHLSPVALKEEEQEKEEALAAFLGFLIDGPDVFVAERVLRIEQLS
SLCRYVMVRSLKALLLAGICGNVPNIRSRVAAGLSRSSGRKAKRMNAVEGPIRQSVIPRETPFSTGGVEFGAEAQRARDT
LGVADRARVEEVAMLGCEFEGDEGKETSARRTPVGSASVSLGEETLISRTAGRLGDRQSGGASFSLSDEDAATRKVYPVL
PRESGTENRGAGSETLCPRTRECAPHLTSPVSFSSVAQFHPAFPLPLRNRRSTRWPLLLDLLVPVASRSTSERQTPATAP
SGPAVRYAGWMLLKLLHRVSCTLLATDPAARATGARSLSLLEVDGAEGAQNEGPCASPSERGRPRAGDGCPHDVAPKSAG
PTAATVTITADKKGRCFWKVQPLAEALGASLADVIKIVADWHMLHTPPLLANLVAPRLPGVFVCQPSDTLWLDSCLRLLT
LHICLRTPPMDSSAYVVPFLRHLLCLAYPPLLRRRRGHAHSAPSASRAGDTPKRRRPERLRDSESDSGLTEWRRRQAGET
ASPEDTCTSGSTENRFGVAATAAAHLRPRAPVPLSLAVTGVLVHWTSALVRQQRISHAAATLKREGFHLHRKQSVRGGHT
LSVFVQRRRSAPSFTLPVLDLRTVKRLVHTPDSCNVSLSSLTVTTSPEVCLSSLFASEEGGAADGFKPGQETVQVSRQLG
QSQEGAGLWLLSGRPASEPDGLEEAISDVQLVVEHEEGAAAKDSAVLCLAPAKNDKMPSAHCPLSRISKSLSSELLRSQG
FTPEMGFQVAPGLVCRVWVLRGPFVYHAPPSLFLSPFSKSQETGAASTRTAGGSPLLSPQLSFSQGSALESGQCRNLLAL
LHTGKPDLAEDRDSKNSRRVALSGGGEVPTGDLPRSPLAAVENRRSVGLQGSGNLLRQREETDEAKEDSRRSSLFGGRCS
CSSSDHGAGRSDSSDLFVPRTSSDLLASQGDNSAEDEDTIPLGLTAAPVSSVKLCRRSGGEAKRRTEAEHPKKLVESRRK
KPCCSAMREYRGAAELLQRRGWELFKSAVWALLSGLGTVANEGEEEPLEEIWENLHPCRDQERRLGQLEKRGVPVWGAPH
LGDRGASKAKEVPLEVMLSDADTRAAQHRRLDEGLLSSSDLATPFPGARGHPFFTDAAEVCSRPTGRGGEKVLSKREQGQ
RQQRLLAAEALKMMVAAMLRLTATLERGKQLREEAARKLHATKTASAALCFLQRQQVHFHLGFSLTSGRRPSSPGSSRLS
SWSPSRGMTTASSFGAFPAANMVAGRPQALVHALRDRGEALPRGLSPIRSHSACVVDSAPPARLSSVSRVSPPREGRSLS
GCLLEASEEVSPEHLPGLRRPREERRERQARRGTDFRDEEPTTGGDEDSSYARVLAAKIALALEEAETAAREADLAASRA
RAEEKEVDAAESFLEQMLDLLLACAQEAPAAAVLTVGVLTSLQEPLLAKLEPLLQRDKVRSTLYRLLVVCVRAVPPHASV
VCGAEDVGGWPRAPLPPVSPSPLESHVGEEHRHKKETETAHSTAACDPAESSEQSERQKRGLSGTEDSASKVGRQEATDC
TAAEGKGGRQALENKPLSRWLPALQPLHPAGVSASCGALVVLESPAEEDESEKTSVRGSDTYLQPSVFFAHSAVPTSSSA
VITQELPSENSSRSLLPAVPTSDSSSPGHGESSHSAGESVSTHPPPQASETQTSSQEPAELSEADPLSPALSSSSAESAA
ARGAFSLSPEGVSTETLSATGAGDAPSDRGQREGLEGACGGGSGSERVDEGRGGADVGLNPVVEPFPPRADPLLLLLRDP
PRPSNHPGTPLAGAGTGGASGPSVSPGFASVPLLASSSASLPQNPELSASPNQLEGSVPSPSQRLQFRRGGLGSDGWDGS
FDASSTPFLRAQPVPTAMPMPALSGPASRPPVSSLPAAMSLPRGPAPPSGSSRDSALPPIGPAPVQIVSPPLTPALPLAG
PVSGLATLPAPLHPQPSGLAQASGSLSPASAFDGLPQSEIFVCSRTGPEFEAEVIEGRTLHVLRARELGGVVLCRAPLTF
PALQVDDDDSTPPDVLNFRVLTSGRFGVTVAPADCVLSNAQEVFERNDVVGFRTERCPPYAHNVFATHVPYQEGDYLSVK
FNVDLQPNGQRCLHTELHVSGESIGSVLEVFFDLESQAEQHRRMNLVFVLQDPMTIVYEGPPFTLDFVDPTAGFAAVGTA
LPSLPAGPGTGGGAGSTGADAAAPGAGPDEEEVDEEPGMKEWRCHGKPLFMDSLRLYQAILLSESDVMRRLRGEVLATFL
DSFSAATRAVETLQNALEAERKSLRKSAAGRLRTRRGGFQDASTVSPVLVPQMRKGTDDEVDTDTGAEPRRRDWACRPEE
TMAERLAMPPPGRPLQEGDQEDHGFSMTGELLSFRHIAADLGLAGARDPNLQPSTSRVRATSGSRTQGGSVPPLVSDFGP
SFTPPDTVSRLRRFSTCSALSIGRGNVGCPAFPASLDTRDAGSVDTSLPPEAVADCCSALSALAVLGCAVEETDQGDLAA
LLVEYAEDADSAGGVSRAGQTAPSRSGRNGEGGQKRDSKLSPAAEKRQREAWLPWLVGLSSLRSAVVFGLRPSECLLLLA
QLVALLRAAPIEAALRELALNGQLTARSREEHTALSLTLALGSKAVLVGCLLVRALLAMFPGGQRLGIGHSQLQELIQSR
DNFGLMGRWSKEADGLLTSLQSLEEVFEGLLDVVEHFCLVSSGLYSPVLERPTEGEVVALMRSSRRSEGQASWGERESVK
SRPEGCEREPFTSSSGPLFPLSPLSSFLSTSSGFAEFFAGNSHFFSLSSEDLASSSSADLCVPSPTALPSLGGPTPSPCL
PISAETDGGSGPLHQLRAAPEAAAAAPAEAGAAAPKLLRLGEIAKLAGVPEEVLRMDSLGSPMTIAQPVIAIEEVSVVWR
WLFRVNEAWHTLAESALEVEKRGEEAEERRSRHRHDQVALGEGDSKPQSPETTKINGGQANKSSPRLVEGFPRAEGASPW
TDKADVKKTLHRDSERSRTETTLPVSDRESAVSRRRRKTPKELLASSSPFPANPLFFLMPEQQEGQMFTEEAPDVRVFNL
EGSAPFWSRRTAARLDESPARWAIRKDFLYLLCSLAGFLPDLMSNRLLRGIKPRADATQVPSYCPRTVDDVGTAAALPEA
LNVLRLFRICIYFLSREKEDNAPDYWHKYRYQLNVPQASETKAPKQKALFKEIDEYSVLADPLFGWQRVFYRAISSWKDR



RAVLRLHRLLQTEQLFHLIGSVGQVLGNKGRTKKSPKYCALAPSVFVAHWLLDTFVRHPLCPGPLRRALVSPLAWSGLFA
LLCNGSSLPMKLGLDAARLTFWMVARHTGKDGDLLLAGEGRNDSRRWATKNEGRRSERKLDDVRRESPRCKIDRPGRGIL
CEWNQEAEMDVDWEIERRFLDETHRPPRRGARHSKGRRPWNWEEVAYRQRLLQELLQRYQDCLTYCGASLVEYLEKPNSW
KAASVDCFTGSDMGRQHVRYRTNAGFLSHYLACACVVIRGVSTLGANLSWLPLRHAGPFIDLVDYLAVSKRVAAAACLPT
QGALEGRDAISRSDGVEHDAGSQCIRVEDDVDFEKREEREESVKEEEKMTPSGEDEGQGTRTGGGLLQVETCRRREEADD
HAGARHSAEEVDRESSWSNADADKTQDSRRERQKGRNIDVSIFPGSVLQTTEPLPQACALREHILVLPGVGRIAGARRTT
LALSMEVEEDESDPCSERECDDSEVVSRPRRAAGMASVAWDEDLFPEASRPRKTPKLLVAADPLFRYLIAELEAGEGSRS
SVSAPFRRVWDFTVGSDLTGDKASSDHVRSGASVGPDVAETGSRLQDLSEAQQGGKELLEAACKTDIGSGRSLRDREPER
RGTETAFSFSFLPLHSRSTSRSGTLGSARSQLVLRNLHAPAPGISYAVSAFPLICGTSRGHCELVFSLECPRSVTSRDGR
ELYGNGAVLLGAPRVSSPLLDWPTLEEPGVASATAWPLGRVFVGVVAVRSRAELENLRLGKWDGSSNAALLQLASKTVCS
GFSTSSPASLSRATGEARVRERDGLQTPRRTHRDGGNRKQLPNRQWSLQGNMAPTAGSLFRELIPSQQGEARRGRHEPPD
ASASFSKREPRTKQENGRLRTGRCGAVRVSLMTAGRHVTWAVDGAVVACQTLPPWCSRLLPVLVVASSCKGKAAEGRPSA
AGAFWSQVGLAVSFEARETGPIAPVRSATKGLASVSSSLSPHTSRRFASNAVLSLPLNEVFYRFEPPPDIRVVRWAGSVA
SEKSSSHKGYQGLWNSSRVKNRSRLGEGLSGEAHGLMLFDGTQPSANSPLGAALQDVLVHACGDVVYLSTRSSSLSSLRP
RLLQIPGGSSVSGASSRTSLTQSNKLSKPIQSDANHTDLSGATVSAEAAAASPSSELPRFSEPISETVSVVFPSTSSAAG
GPSSTRSIPERKESKTKPASRTTMGLNKELSSGSNPPLWVLVSPDLRVRSGVSVSPPKGGPVSFGLSEVWKWIETRKAKL
LLPEPSSSASSSPWPQLETACAADEREGVLASRPLCLFAEGTEGSETETESPQSGTLGGPQLTGTVLGPQASLRGSFAGD
ELVSPTDGFASPSAVLQFSAPRHDAAGAPRVSSGSPVSTRGSVSLGLLHSLSREEEKGRGDPSPASVSCKGAVTSLPSLS
YPPHAPSSVQTSSHRSHVLGRRETSVSLSPCSKGTVPGVVVPSGRPLVGAPWAGDAVHPALPFSFGCRVSLSAEKLAGDF
KAQGNSVRLEGEQTPSEETAPSGPLAVGVVWGCCRWLWVSDGRLICPWDVPTVPELRLFYKRREKALGGRIGGEHDSVES
STPSLATSGLQKSGRDRTASLPAWREAQVPCPGFEDGDLVTIEFVPAIPALLFFRNGNYQFGFNFDSFYRLSERRKVKKS
LDFFFAASGHKCAQADTQRKAGNAIASPRAGSRTSPSSGTRGDGPAGLGTMRETGRSVSGGAGPHHGSALVASVGLQETG
LEAPVSPPVSGAPKWGKSSYVLYKTPLDQYEKEGTGVTLLYRGLKEGLPQLVAHFIALHPGLLEEADLLASPCSASMSAV
EASFLGTLPPGSRLPPLLSSSFSGSCKRHREPLSSVAPAFPGPEEALDESPLWLAVVSRNEECVRLLIEEGGCSPEGTTP
VSALRSLMLGPSGAGTGSLPADGETPLMAAAETGQAALVSRFVCVYGANVNKRDARGNTALHRVCLQALALDKELSPASQ
RDPGRSASGAQHPTQAQTSSGLPGTVGAPAADAGAPFGGIQATATQPSPLSVDADRDETRPGPGPSGGRTGSGVAPHAAG
VSPDYRQSEGGMSAGSPRAERREKKTKNGTLSASTEDWYNCVDMARLLLQLGADAEGKNDDGLRPLDLLQTGRGQREGER
AARRESRSRGGDDASRYAFDSDEETGNASDRLRAFLSTWMALYSSSGGGGRTSEKTPIAAPRNVAAPASVIAEGLRQGVS
RVSFSSEYPQDLVPESEQAFTSLCPPSSGRWFGLLANCLPVVALPLPSPPNVESREVGDEEANPLSSWRSFVSLSPSSHS
LPSSYSGTDSGRSREEAGASSSEEESRPFAWRPSDPVLLGPAALLEKFEIDGEAWTGGRAKDETGRLVLQALALNSKEQK
SRVGVAHSGDPWLEGQEHLGLPRSLSDERGVPCQPPPSTTLTPLQGVDSRRPEASPDAVDNLRATGVEELDAANEASPGD
SYDQLHDDGARLHGAEACPAPAQETRGREDEEGRDVRPAGVKERGDEEDLGMHLSHCSSADPSVSFQSTGTDPCTAIRRL
SYSPGEGLVSCGVVRGLLREVAGFLVQEFQEWKRSETNPTIGGPLYGQSTPGFAHPSRSRSHGASGAGISRGGEGDIPQT
LPSLNYSALPRSATQGSSGRMRGGEQAPSRDGTQQGVEQRLDQAIQATDTLIETIGSASDCETLRICAQKVVNLMRVLFD
DPHFWRDSSFRLPAQGDASAPFARQGGRGGLASTALPRRHLQEPLKSNLRSLEDSLDASCTLHDLAWVVLGLENIVNVLG
EAGAASAASNDALPPIPVSHPLPGSFRHQPDVRVPRALYSHSRRVSWRRRLASQLSVTQSIGGPGGLTWTPCVGDAEASA
LLGVNCLEGVFDKGASPSIETGAAHNALWVAMSTGAASTASRRHSEPGQSHQVPDPLGSLEFGGSGVWQHCRCQTLVVED
ATGVVWRALPRPVLVFSGQVAPETKPAGRRVLGEEQGGEEAETVAAMPKTEPERLEFFKRVADGFWTLEESRAEMLQRLD
KTVPKKKTLWKIQAVSPEEAVEHAIALRRAVSKMMETAVRRSSVLPQPSSFFYRLFTRLLVLRMRLLVRLNTAALRAVPL
VASVFNSPNLGPDFHGLLTGDPVVFLRGPSRNCLPWLHLDSGSPHTGRESDDILHHNFGLGSREKIKEKSWVCQSSRRMH
LRRSEKGGRSGSPASRLASPSHATRCDKRDTAASFYAHTKMVVQAGPADLPAQLSVYLFMRPLLTSETITSLWGRALERV
GVPSHDIPALRLDRGLAATAKNILHSMLYQATVQLLASHMNPNKLRGRPGDRPFMVVFKGEGATDFGGPFQEFLSCVARE
IMGSLADAPDGGLPNFSPCLPCPNATHAIGPHQDTVLLRPDDPPYNPEPQLYFRGEIEALQENESVGTDEDERYEGSEDE
GSDDEGRSGSKTRQEVEGEDQIREERETGALPHGASTISDTEKDGFSSDWHFVSSGESRSDGSSDEGDDDIGVLATNTVK
QYALDQGESRKASGAMGASGTLATLEFPRRDSCGSSARSASLETTPFVEVLSPLFAAMASRNQEGRASGVFRSLSSGVLT
RGRADLASLLFFRSFFPSDNISLQTSQRRRRGACLPLSFFDPLEISPVGAPRRDGRMRRDFGSTGNLPGGSSVTDSQGTQ
GRSAAFPASPSHSVGGPMTFPNATPLTQMGTAPLASNPPRLPASHRPQGHSGGRGGEGSLPPPEPRPSGVPSSPGALDFH
GDSGGMGQFRLRREDRQVFQMPSPLPTLGHALPRTAPQMGDSMAGSSSAATSPLSGRHFPGSPQTPGPQTGPLGESGFAV
SGPGGVGVQTPADAFPDRRRAMERETAPFAFVSSDLEVDEGRHGRFSVPAASHHAVGARPAPLQTPTRPGRDPSGLSHGR
SLTPPPLVAGGSNDSSAPSLGFQSQGGRERGGRSRGASRGPGPNGGTVAPEGWPVDEGRDRGFQDRSRDENRGNTTPTPA
HRGGVREGGMFFLPTSQEEGRSSGGPGNGRNGGDDPGNGGGGDGPGPSGGRRDGEDRLGQGGLDKDTERRAELAMYEALG
RLLAMCSCIGAAFNASLNPLIWKKLVGQPLQIQDLADSDCVAVEMLRSLRRLAAVPPSLWDEAMEASISDLTFMTEGSSG
QPFELVQGGSEIVVTPKNLELFIRLSERCRLLEGQGSLEALLKGIGAVLPLGRMRMLFDWRRLEYRVCGDRVVDLDLLRS
HTACGSEELKATLFEVLETFTNDQLQRFLRFVSGRSRLPSSGSDWRMAVDYEIPEGQRVPPIDDNRLPTAATCGFRLLLP
RYTSNSIFRQRLLYAINNCTAIDLDAYVVHEQMTLMYED                                         
>Tgon_XP_002368540                                                              
MPSSRSSSSSPVRASTSRPSPQSFSFPLSSSLSPSSSSSFSSSSSSSSSSCPSSSASSSSSSPVRASASRPSHQSFSSST
SSSSPSSSSASSSATRQTPEEGSAETSVRSTVSSAVTSSAGRHQDEGESQIPPPASCTPWPLSSRNSPGPSARSPSSSSS
VVSGASTVEEKVFLLFRLLGQLAAKALLDGRSFTIDLRLHPAFWRLVLEREVCTCGLVAPALTSLSPLSEDENQGGVLAE
AETTSQCERLSSREDENPRTLSKGPFDGSVDRRVTRAQLRREKEREEKREREKREEKRNGDEEGKPKRRFCRACVKTHSL
GLVDLNDVDEQLARSLQRLLLFRSEGNEVEELALVFVLPGTDIELVQGGGEIAVCNANLDFYIHRVIQVVLFEGVLLQAY
AFRYGISTFIPLYSLALFSPKERAHVVFGGGGRVADNRFWNIDHLRAHVVPDHGFTASSATYVAFLEVLTEFSVEERRRF



LRFATGTPVLPHGGFASLRPLMKVVRKPQETGGEGATCDDVLPSVMTCTNYIKLPDYSSKQVLRRRLIVAMTEGQGAFTL
S                                                                               
>Tgon_XP_002365724                                                              
MAEADASRRLWGEFPEASRHTHGLPSFGTIQSSHWADRQAERRTERDAQRDAERGEETSGQTGGAAEGEAEGERGGEVER
DTSGETERHGGRVAEVDRASVGRNTESDQQGRCTTEVDVEGARERGTEAREVPLPRVASNGTLRRMAFEGNQDHALSASE
RSVAGTYPSVNSGPASFLPFDSSAHERPAPSTTGAVCPPASVLPRSPQPLTIPPLVSASLDVRAPCSFSFWLFDDGEEAE
SEEVETEKPRCPRGCDWPGEGDWERDVTCEKGWNSGFDSTPSPEPPVASHLDPVSIERLPSSEVLSAVSSPFPASVRPLP
GGQRAAEGALAASGDDGTSSSGSLTQLSPCQPERLADPHSVSSHPPRASRVPTAEDNACSQGLARRPRGPDPATAQSDRD
SALACGDERETREEGHSTRRRREEAEVLSPLSPAPSWEISVSRDSPSWSRGNPSRLAGSQTSSSSVAFSAPPSSSLSIAS
RPPSSSSAVSSSSASSSLPHSFSLPPASFHALIPQPHCRHRPTLASPSPDLADSCGSSSSFSSLSTASASHPPPSRTGVS
QPSSNCPGQPSPLPPSAGQPVSPQSALLPAPRSKINAGQPGKPRASQPRTVHPVARHWRLVCLRGYPFSTSESFRVLLSP
SNLVVVELQLPHQTTTFTDYETLRVSLSSKQPVTPRLWTHIAVSIGLPPTSVKLFVDGKEAAKRAVTGRCSLCYGPLPFW
LPPLSCVGPSDELAAEEESEDETSDQYDSGAERQTRAGRERQGGREGEGEREEGREGEDDEGEGRDEAEGPRAINTGRRQ
ESGRNMSLGNRRRRGLQRRWHMQQRPLVPEESFDNDVTEETDALGERGLKSRGIGMRGCLADFRVYFRELSQDEPSSFFA
PLLSSSSFSSHPSSAASVASSFPASTSLTGSAGGHACLSAGSLGPHHSPEADRRAEGEDALGRASSGVSDRGDEDLAPGS
RHPHQVLSFPSRRRDRDIFWGANEADLEAGVMSLVTRRVWVTPGGSDGNTRETNPSEEATGSSDSSRRSWRGERNWDLWE
SLRRAVGVDPLLVVWQRQDRERKATLGKPGSGMYSTTGRDTRKEEEGGEQGEDRLRESGDEHELEGLDAADNETKGEEAG
VTTGATKNKSVPLQSAQHPNPDNSECAGASVDPATEADWCLTIPSARWVLNERIWAYIVLCVNGQLSEAESLLSLSYPSP
PAASFSPERPLAPLRTADSASANSSSSGERHADLGDFDRIQTFRQTFSLAFVEQQAGLLYELLSAGSRERRRSEAGEGDE
ICREASVAGSFDAIYLEPALQLSRAWMQLLLSTLHCVAAFAPWPSQFGVLLSNFRYLLPHTLKQWIFHLSLSMTEDAAAD
GRIRVVINRAKALKAAEGRTASPHQRSSFSYASSSSSFPTSSSVSGERQEDDCTRSADDPPEGGSPATHAAWLRDFHTVF
GQLYRQLSDVSPKRLRSHGRAWYVLYDGEGGIDAGGIYRDSLAHIAQELQSPFSPLFMPCSNSRGFGDNQDRWVPSPRCV
SPSHLSMFRFLGRLMGVAVRGRLCLDLNLSGALWKPVVGLSVGAQDLEAVDALCVQMLQTVCQLHSSQGAPERFTEEFPL
FWHTTLSDGRVEELRVGGKDLPVRWEERADYARRTVACRLEESREQVAEIRKGIGDVIPLQFVNLLCPSEMERMVCGSAE
IDLDLLKAHTRYTGFLPTDPVIIWFWEVLFSFSTRERQKFLRFVWGRSRLPPARAAWEQDMEVARKHTTGRTAAAPTEGV
DFPPQAISPPASSDASSLTSPQVESQSVALHTASPDTLHVQEGELRRAEGLSANASSSSGMDDSRSVRFREEGESRLAGS
GERRTPVPFAARPEDLQLPASHTCFFQIELPCYSRKEILREKLLYAITEGIAIDADNMADSAAWQ               
>Pfal_C0H4K6_C0H4K6                                                             
MKKYLLFENSQYSYIINSIKNGDESEMLAALNDFYEQLNLSADGGLSNSTLEEYMNVLIHVIKSPHISYNSVYGRNENNN
NNNNNNKKKNVKNSTNDKKGNSSERINEVVGSGINSFFKIIQEHMGVYASDFDEGEESESDFSGTKEDKKKKKKKKKKKN
KEKNKSSNNNNNNNIKEKKNLLELLNVKEEDFINEGDKNCEEDVKDEDKENNSDNNKNDDKKKKDNKKKKVDKRNENKNE
NESSKEDDEKGLDKVPKKKKSKEKNVSKENNIKTEIIINSEEESEEDYSYSDNMSDNNSSSSTSECTIESENEKFFLSNI
NCVDVKYITIIYTATCCIYTILDIYPNSIKYIINNKEAVYILNKKLNDIEYIDVAEVILKIFEKLVEKDPMLILKKKSIK
YMLMHIDFYNVNIQKKIFFCIIQMINNITKYRHITKYITPYCNIFINFFHYHYIHILNIICTLWRSFLDKMITLRLEEER
LAMEDMLGICRNKKDNERTSYLSKLIEKKKDKKKSKKKNGNINANVNILDDGVRPEKRKTKGNNIKVTPIYDNDIIEISD
EDESVNLMDKNIRKKGSVSGSKGKRKKTTSNDKIRGEDINDVVVTNESFQDCNNKSNSNNNEDMEDNNNNNNNNNNNGDK
SKSRDRNKLKTNYNNKLLLNMIHLNSDDNIYYKLSSEIESIYNINIRDNIIKLLIECQIEDNLYAFMETFYIISILVHYS
NNVLEDFCKSEFLNRFNEFFGNKKFRSNNFLIIYILFTLYSFLPMCTYNGKLIYEYDNKRDIKDEIFYENIGEFINDEIT
KKKKNIDNIDNIENIENAKNVENNMNVENAKNVQNNKNVENAKNVQNNKNDKDFINTSCRYNNKFGMLVYKFPIDVKKYK
LTFYKNNLAHLFTLIKIVIPNIYYIYEETLYYDIKYLCILICLSVFISLYKISLTCYERVEFLNCLKYIFSYNKEMYSFL
RSVILNHLSETSVISGITICKIVAHFTLLILKNPDSSILDVNNVENEVSNILKCINKNEDVNGGLLFNITHLMRDYNNRY
LYVLLHIVHKILLKKKEEILEWEDKKESSSICFNKKIYNIIFMYFYDIFNNKMYIKKNDDKGCNNSTKDLLFFNRDREIM
NVFLEYSELFFNYEKEKKITRQGGNICSYFKNENIKEELGFDEIVVIKNFIHSEEKCYNNMILCYYYLIYLFSNLSEKKE
DSCIYFYQYNIGKRLYFFLYQSLLYGNNMKEYNMNVSKYYTQDMIIKEKNKMDVLELLKSIDRNIRLYIFLYALLFVNNK
RKEDMVHGLFLNSIKRIYKIFSENMLGEKNIEDINSNDIMHIKSLVVKIFDSYHYYLIINNLSFKSCYELIKIIKECLNI
YDHFPIYFFKDNFSNKNNTKRVCPNKYYDYINVNDPKGKGDGECDGEGEGEDDDEDDDDNNNNNKDDGNGKKKKKERERE
KKKNELFYEWKKEYDEFPSLRQDFSYNVYSRNRKSSELSKNSKPKKKKDNKNVSCGSSPNMDSINNNEIIKNTNENKNNC
DYNIKEDDESGSSNKSINNKAKGNDDTMNKIDTTNNNKKINKTKDDEHEHEHEHEHKHEHEHKHEHKHKHKHSYVDQETL
EKMEILKRIEKDYEENNKKKNGKNEVNLISDHEKKGDDEGDINNSEKVVNIEHTLDKDVEIIKEILPNKKKNIKENKDKE
GEDQEDTNKINVEDEEKKKKNMTTNNTCNKINKDKKKMCPIRYYDNNRGEYNLYNYFNNNRYINYIPKDFFYENLFNESI
NNNLTIDKSNKNKSMYNNYNCHFPIHLRRNGLYVDNVSIFGMLNKGINISLCEQDDIKNILLDEYKHNVLNKNEDKKQNN
FNDYFEDVLMLPRHKNKKSVAHDDSLISKDRKSFMTTNMSVSEKGACTTNNNKNNNDNNNDNNDNNDNNNDNMYVKIPKY
FFKNIIDKEKRKIHGSFNIFETFNKVENLVRKNMNKCIGKGLYPNKYYSKDDDDLIILSVNGVDVHNNSCLSEYLMKLNE
DMYYMNNNSLCVNDENIFCNIENFYIYNDVVENIPPQFFGLKNNIKYLWNNNYNINNNNNMNNVNSVNSVGALICGGNSY
NTRGSHDITYKIIKKRKNNDRISKPLYDVERMLNMNENNNIYSLNKNNNIYSLNKNNNSVNYKGCESSSSRNNSLFMNLK
KKKESNDLLHTDDSKKYYVMKPRGDEQQSVLQPEQEESVSNYVDWVTYKKIKTSINTPLCCKMVNEKYNYYNISYDLFKH
LYDNNRNCVNKNNMNKEHGVLGNGMNESFENNNLIKHEVNTKEDSTSSFNMSKGEITSFDNNINNSDLNNNDNKMNNFDY
IGEGKNMVILSDGTNLSTLGKSYFLRNHLINKYKENELNFLFSQRPYVEDDCMYLSNYLQIEMMKATELIFMDEHYINKD
IMLSTHIHNINFLVQKVGDNENIYSEDNKNFMKHFNALELLRRKEKILFDKYRNDNYDLFKKNKECVHLNVENIYKNYDE
NNEEDFYLLYNYMPIYNEMIKSNVMMYEEGEVILKSIDNTKTFLGDNLNYHNNNKELYNGDNIYVKNELNLNNIESYYNK
RSCDKNNEEKNIFLDNMFNFLIYKFLYLLCKHFKMCDVGTFMNFYNNNGEEYFKYNEYVIEARENSLLFEETKREIYKFK
YLFEKSVNDHSNNYDNNNKNNNNNNNNNNKNNNNSISSSEYLNEFNFIENEKNIDIHDIKKKDFLLNSINNKVIYYLNNP



LFIFSEKLPSWVYKIFYLFNFVIDIDIRLLFFELIYFGNYRGLYNYKQKIKELVEKFNEKVNFDNSMLSEEHLLSVCANY
TYNSDKKKLFNFLSDNNILSLPRTKIKLHRNKIIESSLRIFNHLHYIHSNYITPSFLDIEFFNEEGIGLGPSLEFYNEVI
EELKKEKLKLFKIEDNYLFPISYKINLNNFDFSLLKKPKSSEIVGSNNKSLHNNMYPSSPYHQPTSLNKRINILNDGTSN
HTNSYSSVNNLINHFLFSMNSNIFQRESHSKSNGKSKVENNNKVKGEVKNRKSAKKCKSEKKHGDDYLGDDQQGKEDVHD
DDKYKYDDNYDHEEDDYEDDYEDDYEDDYEDDYEDDYEDDYEDDYEDDYEDDYEDDYDDDYEDAYDEQKGHIDYDKEYDD
EDEDKKDSDMLNSEFFGNRLRNRKNKKNLKYVTENVNKNNKNKKSKKNKKNDSCVVDSKQKSITSTDKRKNKKNKKNDEK
MDNAEEHGKKEDILAKGSSRRSSSKKKGSLKINNKEDDEKSALDENQEDIKLQTLDKESDKAKENLEEEQIQCEKNKKKR
TRSYNNTDQKEKKQVENVPDDKMYEEAHGGVSNDDEEGIQKGKLKKSTIKKNINSDKGEDSEKNVSKLNETKEKEVVIIS
SNKKLIENVSVNTTDMLNKKKNGSTSQVVKEEYMEKSEKQCCKLLDKTFEDEKKKIIIINDNNNNKEHENFDKNTVTIEN
KNNKSIITKEENGLEEKSKSSNKDDEMQQCVTEQNENYILDEDKNINVPIKKYKLFTKDFEEHFMKEDKNIDMNKNEKEE
QIKKNVNNNSPINLSESVTQNIINSLLKEIENNKMPVQEINDKIQNANNKKLDNQNVNNETTQNIRSNVISNKTKKTSSD
KIKKKTIHIDQDTLENRLFKYFKLLGQLCAKILTDNRNINVNLHPLFWYLVMSNSSYINLSKFHHYHAIDRINMNSINKL
LEYRNENKNVEDLHLDFTLLGSNPPVELIPNGSNIPVTNENLNLFINKTIEYSLYDGIKFQIWAFRYGFSTIAPLVCTNM
FDENEICEFLFGSNIENDEHWTKTHLSTYIKPDHGYTNDSITFITLIEILSEFNKEERKQFVKFCTGTSALPNNGFAALK
PLMKVVKKEDNNDLPSVMTCTNYLKIPDYKNKEKLRNRLIYAINEGQKNFSLS                           
>Pfal_Q8IIH3_Q8IIH3                                                             
MFDGESKNRRINLSGKKQVIVNKDFFIEKAKKEKENNLTLIKRKNAFKKISDYIGFKKCLENRKKEINEVVSKRINDIIL
LEKIVCPSIYRQALQLCVYEFSLQSSFLYSDLNCYNYYKSMDFDGIYPPVKYLLNTLKFYNKIDENCVDKTNGVDKENEI
VDEKVKDDEKIKDDDKIKDDDKIKNDDKVKNDDKVKNDDKVKNDDKVKNDDKVKNDDKIKNDDKIKNDDKVKNDDKIKND
DKVKNDDKVKNDDKVKNDDKIKNDDKVKNDDKIKNDDKVKNDDKIKNDDNNKKNNIPVGNNISEKHTLQFDENKNDNDNN
MTEIESHFYYRHKKELDILIKHLDILLGNYYIYNYNIYSEYYKDVKKIKNIIPTPINNNILKHHLNDHNYTNGSFSNHNN
KKHISSKGNILNIESDINTNLLHIYYLYNFIINNKFIDELVKRKITNENKKLNVFLTSRCTRSSIEMTNNNKNNMSDVDN
SNRSSNVYTSVLNKKQNVKELSACLKNISDYIILSIEGIITVIKKISIYYQNKVDVKCDNIKLMIYLCDMIYIYFYILKI
KGKDMKCNNIMDIKYKIKLLINFVKLNLEYIKEPYILFISFFKYNIYELFENTINIKNELKEWKILLIRIINNTYKDVDI
MKELIYNNNYYYYYYNYNRSYFKVPYYNMKYYLYNQKSYDEYNISGVNLFRNLLLFVHFNKNIMYDNVLNILTDVYLFLP
LEYHPYIYNNTEDINPPQKNDNSVIKIKNEENYFEKQNLSLDMGYYYNKEIIESLIYICKKYRFDKLDTLLFFLLPFRNI
NGKIYDTYRNYYDYMKNIEKGVYANYDKLYKSRININNNMVTNNMDHMNNNVNNNRNINISTNFKNNNKKASIHDNINNN
NNNNNNNNNYMDNFENYQDKKNKGIMFYSDMNDFPFLANNQVTHYNYEDNKYNNNNNNNNNNNYLYGGHNNNVHGNFFFS
LENIIGKRDKKNIGSNSYLFNDMINNDIILRIKRILIINNIHIYLIKKIYLFWCYSCKSNDNSFFKNVMFFPYYDNTHIS
IYLSSFCFLLYYYLVVNMFNQLIDINKFKMIKRNEVHHNDIRYNMIPKYDMENDQQHNNSNNNNNNSNNNNNNNNNNNNN
NNNNNNNNNNNNVVTNFLMNKYFKRVCKLLILSLWYILKNSINCIYNELTKKKNLNVKNQQLHYMEDIDDEDIYNDEDEE
HENEIIKKEENHMDVIHSKQFTSTIYSSDYNICLLNFEKINISIGDIMYDQNSYVVNKGHVYLNVQEDNICLIKRNIENE
DKEQSVKCYNSMDEIKNIFDELDKINMYNYDNYVDRHMFFYNKNNTNMEHLKFAHNVKSFSNDESFQYSTPFESSSFVND
NNNNNNNNNNYSHTHINHSYNERIMTSNHNNMSSHNRGEFFFDNLKNKNTNTKKKINDDSCYSNVINYYLYKNDNKGLSY
ILPILLKKLYKLNSYIHIFDDEFFVIKETFNLLKNRFHIIGESNNINYNNNNNNNNNNNNNSNDEETTLYLEKNDIYLNN
NIKFVNVLANYLLRYVPFTLPFDDRLLIFYHFRNKNKESIRDDSTFNILERKHMLIRRTNILEDGFISLNILDNLQIKQN
VRISFIDKNGNEETGIDGGGLFKEFIILLCREIFHENFILFQNVENHTLFPKYYNENDNLILYEFSGKIIGKAIYERILI
ESVFNKVFLNNLIFDNMDINDLYFIDQNVFNSLLYVQNDENVEKLCLTFCIYEKKYPDGEKFTKEQYDKITNYFYELSKR
NHYNMYSLHTHHNNIINNNNNNNNNNNNNLFFFNQMDNLENLFFSSDDNTYNFTNMNNFFHMINNLDSMISNVNSRNYST
FSHNNMNRNNFINIPNGINNININNIIMNDDTSNYSSTDERSAHIPPTDLEYSFSHRDFIPFHELGEQNEHMEEELPSIN
IRRKNMENNDDKKNKRNNKHNIYNNKNNNITNNNLCDDEQNWECIDLIENGRNIPVTDKNKKLYIKLYINYKYNQLIKKK
TQRFSKGLSQLIPIKWFKLFSAHELKTLISGKDKCFDVDDLKRNVVYGGGYNENSTTVLHLFEILKDFSSNEKSLFLMFV
TSCSRSPLLGFQELYPKFCIYRVPDHTRLPTASTCVNLLKLPDYLSKEVLYKNLITAINDTQGFDLS             
>Ptet_Q6BGB8_Q6BGB8                                                             
MISKFNKSNFLLQKKEEKYSRELERKKIEMASKIFIFYKNTKICNDLKKSMIQQYLPKIQTALSVQFMKDLQTFYKVCNI
TLNKCPEFLKPFFLLNKKNVQNNETYVLNMLQLFSGCLQIQQNNFVFNLFKGNQFLMNRLHFSKALYLGFYLIQTSKQAD
NFIKSINEILISIHQLLSACQLDLFYAYFYRLDTQILQNNLPQLIVQKGFEIFLFYYLNLNRNQQASWDLGFNYVMMIEQ
NSSFDFSDLMNHIKKSQQYNQLISMILTSELELQQIRKLFNKLQILTIPNSELLFEILTQLLQVLEQNFYRMNMPQDYKN
LQYQNNSEHKKLKILRKKKEFIQFTDQINFSKLLSLLEKPQFSDLSSTSKFIYYLVNIGQNRKLEIIQQMQKLRYIDNDF
TKYLLNLSKLKEFESIPVESISVYCYFKANEFQLLDDKEFRNIALKNEAVKQELNEIFGFIIEYAKFCISYNVNQHIYKE
LKLFIREIFDRNQILNFYQWKYENMKINNHIPFFSLFSQRIQKFNQYLEEDKKQFNRNILAMLTYDEFGEPIMKQSMMVV
IRRGEEFQDAFDQLEKKQLKNMFHVKFVNQMGIPEDGIDAGGVTKEFITRVVNQALDPTFGLFIETPEKTMIPNPAFMQE
EKQKYAFIGKIIGKAIYEGVLIEKVLNQVFLNQVLGITNTINDFRFYDSDQYHRICNLKNQDVTDFGLTFSITQEFYGQI
VEFDLIPNGRQINVTNENKISYINLYCHFRLNKQIKEQSQIFRAGLEQVIDPEKFKLFTNQELQLLISGQPVIDIQDLIS
NTKYQGYQPYDKTIEDFWSVVNDFEYEQQSQFLFFFSSCSRAPTQGFKSLDPPFMIQKVPIHHQSEMQKLPTASTCFNIL
KLPDYRNRDILREKLVKAISSNTGFELT                                                    
>Ptet_A0BST9_A0BST9                                                             
MFATGSPLVPFGGFKNLRGPNGPRKFSISKDFNNEHFIKAHACFNRIDLPEYSSKDILREKLLKSLKESGSGFELS    
>Ptet_A0C570_A0C570                                                             
MKIPLNTLEQPKEIDRRILASILASPNFLEELLQLVNDKSNVIHKLSLGSLTLLMDKLDDYIENMAQQVQQNSRHDCSQL
LNLINSLMEYECYRKLFNSLEHLLSIVEHTDNLQNYETIMNILIKICDQAINLNNPQQKETCNQQLRDNIPRLIYLNRFL
FDHNNTLSSTKLELIDYYHEDPNYLSITDKPIQFPQLHFEYIEPTILDEPYADLCKNGVHKKELQHQTSIKNFSIYDDNS



TSALLLAKKTLGQQDMPLNPLVEAVKYRILIYRGLAQNKIDTNTLVLGMHILSLEMNMLLDAFCSTHDCAFLLDQVFVEK
IEYEQYFSIYTKLFQLKTVQPRLLVTILSTLDEILITEKQQDNEIALNTAKNYDEIFLQLIYDVLSMQPHQIEIESSYPL
KYNGQLLNEQCARDEEVACGIFKLFSSESGVLLLSRGNIALGSSQALVKTLLIQDNKLILPPEILKAAIGMLGRLSRKED
LQRDLKIFNDLIKVVDNLITIGPNLIKPTDQGYQQVTFDETDSIISFAIQSINEHFKDDLGRRYNRANAPTIARKVSETQ
IIKKLYNFLQDNKYTLIIQQTLILISHLANEVPTLIGRLIDSQLPQQLNSIIQGLNLTQINSKMVNAVFQFYFNVTLKEE
GYDQFNNCGLQFMQQILESSLIQTNAPKEILTSVGQNIAKYLQKIDKVGPQVINILNFVLERLHKELINKKNNLKEDTYQ
QYYEIITKVSNLSILILRMIHNLHPSQQAEMNTKGFFEDLLLFFEFPTFDFKIDLTKVFRLFAQLDEFDNPFKALSKVLV
SIQKLENKLGCTLENSNIVIDESFYSSEKFFLNCPLDQLQQKLEFVSYYSQIESLMEVLKHYLMNGLIRSEQQEISKLLS
KSCSLLLILVRSIKHGQDQKIDQTFKKSVFYPYIQLLKVIIINSYRVIRRINNELQPLSNLFCQLSENLRNENIQVIQLH
TYLINDLLNNLVEGRKYADFQNLHPDFLSLLINSDFLENLKSGISSFIQLVGQKSNVESIDLLGWQYANIIKLIYLNKID
QSKKLQGYLLIPKQIEEIQNLLTITQCLSDDPIYAIQEQLLNKAVFIFRPFFLQEILQKDKDNLFQKAYQVFREDNGGEI
DILQQDPNEVRVKLRDMGFQDDVITIALQNNDIYDVTRLTDWIYENFDMIEEQRVKMVEIPKNEPSLEVVTQQIQNKQKN
LKQYIQTNMLYFSKFEESIFQLLEGQIMPSLLKCLKQVVYEQFKLQLKFKDCEPEIKPPSTDNMKVIITILHYIFKQKNL
VEEYESIVTELMKLAQEIMKSQDDLSLKAINHILAILTLFITDDQKKKKNHHDTVNDILLGVINILKGKVQNHITSKICI
EILVRAFEVNKENVSKFVSQMRGLEHLLRIKGDSQNHMFPLTKLVLSIVHDKSLVIAQVEAKIKKLLYNQEYNKEIENIN
KQQQQPQSQVQQQHQPHYPICFQPIYYNIPITNEIKIASNHPSLLTIQNQAFYTDEVKEVMSHLFEDGETIDGVKYLNLR
KGCSLHTFDCVQPTSFQKHKEPETAKKSKQIQKKKKSEDKLQLQSNFQHTQDAQILIKLLIQQMISSFFENEQYQYHWYT
ITQVLQILIRRYPVLIPKIVRVNCSKLLKPYQKQLSTDYQDLELPRKISFLTLITRIMTPAKNLLFELCLDNVLLYQMAN
NNIIPFSNETRRKIVSELYDGIEKRIKTFDSIVCQYSYTLIRLLQIKSVAKICYRNINDTTNSFNFIKLYIDGMKNFELK
SYYRYEKELQFISETLAVLFNMAIYLLFYKPTSVIVSKLQQEQYGDHYQLQGMIGQLLPEEINSQLVPNKSILYQDSIKY
FQKWPLLPISFLEEINQNQQHEELEFQQFLPPFRRRNRLVNVELIANIEEDDGMLELEYDHNDMQSEQSGDSHNSHESAP
EDLEEEENSWASSQSRHNQMEAEEAQNSSSSWTDEEDDDEDNDQQEEGSEQDEQEEQEENASNSVNDEDIDQEDEEEHEE
DQEEGAIDEENEVFQQEGENNEISEENIEVTKQFHHLTSREDQAFAKMTKSIIQLIGIQFPQQFGKVLDKLVHSLPKMNS
PDDSQPINWWTELTQYIQNPFQIDERSYGQELRMQPFFRDNRLNTEIFRIDQNDRVFNRNQIARYDQIDRQERIEQLRQE
RIEQLRQDRNRSIIFRNRREEQQLGLQLQYQNQPQDNLISQFQQHLSHYTREQQFIRLFNWNQIPSSQQQPQQQQGNMAS
LQEASHNLQTIQDQLQQSFLNLLNTNQNLQQQQQLLQQQHQQQEQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQLQLL
QQQQFQQQLDQQLFQQQLQVEEAQVFVPQQNSEVMQLEPQVSENEQQEKRQQQQQQQQQQQQMQTEEQPQKIEQTNLNNQ
QQQQQNFEQLYPNTFNFLLRVGRTFDDLISNSIDPSVFEDLTEEMMVDIISTIPENREINPIEGIDQQFLQSLPPEIRRE
IYQQYVQPIQPQPQLQSDLDQLIALINSTPYDDREEMYLQISAEQIRNLPQDLRQEATQIRDRADQRAIEQTERQLYYQV
DPQQQHQRIPNIQPQQQRKENQKSLNLKNLLQTQRHLVQKLGNVDDEFAESLLRLLYVESHSFVNFPINLFIALTNNPNV
EYKLIDALFFILKNHSSRVIQSEFPPQILIRRNGLIRDQSKIYEIVSLKILYLISKLQGPSIKYFFETKKQVQLQSIAKL
SEGTQELPLLQLIQLLPLFKGDHQELLIQAISNITTKQRDFKQEQLNLDSKSVECVCTILLQNMNRSVKNFSHIILNLSN
NKENQQLIIKYIKEFIQRITREINNNFAKQCQYDEIFTADKALINVFQFVREMNDKIGENNDQQDTRSNFKELLEDQGLV
QLWKNLIKLLQDIPQQQLAKLSTKISPYLECFFIIYQLVNPIRKNKNIQREPTKIASMEGQQQEVQEQQLHDELFQQICE
SGKVLLNIMMRERLQELREKGKLVNDSLGVIIFKNPRIVDFDNKQKYFKMELKQLKMQNNRHHYGNVNIRCRRKDIFMDS
YHRISKLKPEELKGKLHVEFDGEEGIDAGGVTREWFLMLSKEIFNPNYALFTPSLNGQMFQPSNKSHVNPDHVKYFKFIG
RIVGKAIYDGQLLDTYFTRSFYKHILGQKLTIHDMEDIDLNEYKSMKKILEENVTDWGIYWTYNVDHFGKLEERELIEGG
KTKLVTEDNKLEYVQTYCYQKMAKEIKDQIEAFLNGFHELIPQSLVSIFEWKEMELMLCGLPDIDLEDMKENIEYHGYDK
GDKVIQWLWELLESFDKSKRAAFLQFVTGTSKVPLGGFKELKGMHGPQKIQIHKKPYVNFELPTSHTCFNQLDLPDYPAR
QILKEKLELAIMEGKEGFGFA                                                           
>Ptet_A0CYJ5_A0CYJ5                                                             
MKIPINILEQPKEIELRMLEFILQSSNFLDDLMKLVTDQSHPIHKLSKGSLCLIIDKLDQYIQIAVEQIQKNPSFKCHML
LSLINCVLELECYRKLFNSLDHLFNMLEYSDSFLVYEQIMLILIKIYKQPSNLNNPQQKDVCNQQQIEYLPRAIYFTRIL
LDHYNNLSFTKIDLLDYFNQDANYQTLSEAPIEFPKLVLEYMEPTLMNESYQDLCKNGIHKKELHQPIQIRNFEITDVNS
ITALALSQTLLNAQDQSYCPLLDAMKYRILICKGFQQNKIPTISIVVVLHIQSLLMYMLLTQFCHINNCGELLDQVFEEQ
LEYEHHFKIYMKLFQLKTIDPQLLSTLLLTLDEIITIERQNENEVAFNIAKNYDETFLQFIYDVLSMHPLQIETEQSYPL
QYFPTLLSEQCAKHQRLASSIFQIFSSEPGVLLLSRTNIALGSSSALIKALYLQDNKMLLPPESFKAAILLLSRLSRKDD
IQRDLRIFNDLIKIVENQIKCNIDIQKPTQNGYSNITLEEADSVIAVCIQSINEHFRDDLGRRLNRVNAPSFARQISESI
IIKQLQKLFENFPQFIGSIQQTLILISHLANEVPTLIGRLIDSNLPQTLNEIIQKMSIDKINYKIMTAIFQFYFNISLKE
EGYEKFNKSGMCFLENIVHYSLIDNLNSPREQLSGLAQCITKYTQKIDKVGPQVCEILNQSVKKLWMCLNEKKNQLTISN
IYTQYFEIITQIQNLSILSFKMFHYPHYTYLAEMNSKGFFDSLLMFFEFPTFDFKNDLLKVFRWLTSVDEYENPHKILKK
TLLVMDKWENSINQTTHTVNVLYYNAQKLFQSFSQQSIQQNLQMASFHSQIECLLEILKLYLVNSPQINWEKTDLVNLHH
KCCGLFTIILGSVIFNNDDNQNDQTLKKSVFYSYIQSLKHVIVNSFNLINRKNSELNTLIALFNQMCQKLQNDNIQIVIL
YISQIDELLINLFESKRVPENKYLNLDFINLLLKSPFTKCFQLAIHQYTNMTLQNQNDQLSILSKHFSSIIKILYINKFE
KQHSEFGYSLLPQQISDIQNMLQITQFSNSDEISNIQWILIEKVMMILSPTFLQDLIIKERERLNFFTFSSFREDFGNFN
IIQQNDSTQARDQLIGMGFSDDAISLAFQNIRFPDVGRAAAWLADNQDKVEQKRQQMKENQRNVFSVGSISEIIQHKQQE
LKNYIKTNILFFNKFEETLFKVFDGQMMPSLLMCLKQAVQEQFKLQLRFKDCELELKKPLNNDIKLIISVLHFIYKQQNL
VQEYDYIVIEMMKLIQELLKYEDEQIIRAVNHVLAILTLFITDDQKQKKYNHDILNEILVGVLNILKGKVQNHTTSKICI
EILVRAFQVNRESVHKFVYQMKGLEYLLKVKGDSKNQLYSLTKLVLSIVHDSSIVIAQVEAKLKKIIYDQEYNKEIENSN
KQVQLQQSLHTPQHNTYPSCFKPIHYNIQIPNEIRLAKDNLALTAIQNQCFYSEQIKFVINSLFEDQPNHYVLKKGFHLF
TLDCLEPVSFQKYKEPESAKRSVKTSTKKKKSEDKMQLQSNFQHTQEAQILIKLLIQQMIISYFDKTEPYQFQWNIICQV
LQVLIRRYPILIPKLVRINCSKFLKPYHKSLGPDYNETDFPRKISFISLITKIMTPIKNLLFELCLDNVILNQMSNNSTA



PFSIEIRRKILNDIYEGIEKRIKSLDSNFCHLSDTLVFLIQIKSVAKICFKNVNEPQNSFNFVKLYIEGMKNFDLKSYYN
YENELQFLNETLAVLFNVAAYLLLFKPSLIVIPKQIQEQQGDHFQLQGMVGQLLPEDINCQLIPNKGIIYQDPIKYFIKW
PLLPISFHEGLNQTTRQDELNLQHIWSPFRRRNRFLNMEILEDIQDENDEFQIEHDDDDDNYIQSVESRYDSSIIEESAE
EEFDQEVNSWVTSQSGNNQIEAEDPQNANSSWTDEDDDQIGEDGQDDDVEDSDDSDDDNASNSELGGLNQEEIDQEILER
NVQDLNQNMNQQHNFAQNEQYNQGLEQNKGTVNHYHHLTNKEDLTFMKMTKSIIQLTGIKFSKQFLKILDKFNFLLPEKL
QVGDLQLINWWTELTSKQTIPEERLLLQQDVRIQPLNIFRERLGIDFLRIDQDDRLLTRVQQQPHARTARNNLPQIIREF
PDRQSQFDILLAQQRQFQEQFGQQLANLQQQNVQTIQSSNEDQIREHQYQQPNQQNQQQQLINCQNHPEDYGIQLSQFQE
LTCGSQSNQINAEIEIQQQQLRFEENNQNVITDQQEKVEQHSSQQQQQQQQQQQQQQQQQQQNNQNYSQIYPKSYNVLKR
IGKTFEDLIKNDIDPSVFEDLNEDMMMEIALALPYEIDGIDPQFLASLPSEIRNEIIQQYSAPRNQTPQQQFTEVDLSQD
LQINNNSQRIPSQQPRSQQIIPPINVPQQNPNNLQHKINSRLFQTQRHIISKLGTVEDEFTESLLSLLYVESHSFINFPI
NLFISLCNNQNVEHKLIDTLFLILKTKKLQDQERLFPPCYLVKRNGLVRDFSKIQSVVSLKVLYMFSKLKGFSVNYFFEN
KKQHISSSEDVLSFPLLELIQLLPEFQGNHQEMLIQAITNISTKQKDFKQDKVKLDQKSVDCICKTLLSNMGGIVKNFSN
IIISLCNNQENQLLIVQYIKEYIEKTIREINEQFKRQQQYDEIFNGDKALINVFQFVKEINAKGNEGNNQQDVRLNFQEL
LDNKELIELWKNMITFLQQIPQQQIIKLTPKISPYLECFFIIYQIVNPIKKIRLNQKESKKIAMMEEQYEEIKEQEIHDE
LFQKICESGKALLNIMLKERFQEYKEKGKITNDSLGIIIQKNPRIVDFENKQKYFKIELKQLKLQNNKHHYANIAVRCRR
KDIFMDSYHRFSKLKPEDLKGKLVIEFDGEEGVDQGGVTREWFLMLSKEIFNPNYALFTPSLNGQMFQPSNKSHVNPDHV
KYFKFIGRIVGKALYDGQLLDTYFTRSFYKHILGQKLTIHDMEDIDLNEYKSMKKILEENVNDWGIYWTYSVDNFGKWEE
RELVEGGRQKQVTEDNKFEYVQTYCYQKMAKEIKDQIEAFLNGFHELIPQNLISIFEWKEMELMLCGLPDIDLEDMKENV
EYHGYDREDKVIEWLWELLESFDESKRAAFLQFITGTSKVPLGGFKDLKGINGLQKIQIHKKHYKNFELPTSHTCFNQLD
LPCYPTRQILKDKLELAILEGKEGFGFA                                                    
>Ptet_A0DAX5_A0DAX5                                                             
MKENPLQQKYQDFQENESLLEINLEQFEQQQLLLYLQQQQEQTIALSKIIEVSQESQQKFDQQEKQVKDQFLGSEMKPPI
IQVEQQQNGKKEIQIKKLPEDITAEDMENRERKRLIRKNKKKQLNDEVLKHIKLQDVFEKQTTNVSIKHKRLICEYISKK
IMLEEINTQLQALREGFFDILPKEFFSYMDWRDLQKLIIGVPSVDVDDLQENTEYISDEKTNQTVLWFWEVLTTLSDSEK
ADFLMFATGSPLVPFGGFKNLRGPNGPRKFSISKDFNKEHFIKAHACFNRIDLPEYSSKEILREKLLKSLKESGSGFDLS
>Ptet_A0E799_A0E799                                                             
MGCCASAANEISIPENNNPRAQLKKQKQQIQKNNDQFDSEQQIINENQKQVQIDQQNSNTYVPQQLLHKTSLSMQKLLNK
HSSPQSQQKSVQEEELNMSKQQNEDQVSDQDDFDDSNSSKITFDHLEPEITSIAIRQFLKRMRSLKKQFPQCSIDQMNIV
VEVEEQIYSKKLKLDSLNEICLKHNKSLIDILSLINQHNFYLIELILLYVDDYEIIEHVLLNHSLPNKQMQQATAIRLIN
KMKPLFKSKEKIEQTIKFIQSIFYSEEIVRVLNQLQFINIDSYKEMKDYTQMKLFGLISKLILQSEIFKSLNCYYKTYKE
AKTNYQFQNLIVPKSIPLGQSTVTRVDKAVLIHLQFNIFHQVALKQKWDLFLQYSNDYYLSPNISQVTPMMMLFQNAPFH
IINEYITLYPYYVEKSLHFSTKQGKNLIHCFCLNKSPRTNTEIQSIIDRLNEYQDLLKSLLVQPYNEQIPLVTYLDAQKE
PQDFIILFLSQHLQKEFDFYHIYLEVLNSAAERNQLEWRKQRINPSTKYFYSIQNNKTPKRLRIKQYEEQNYDKFDIIYF
QYIQVAKQLIKHKFKINLNWITNFDVHSTHYPYEFSGIVRPLLIQLVQLNQFDLINQQVELLRPYYKQQFENDNEINIQS
QFISKLIQILKQTQDRSQLTPIIEVIKESIDLNPQLLKVPLHGYLEASSKCRLYCFDCIYNQLIDLNDKSFDQCYKAQQL
QQNELECLHIIRKLFLNNKLLSVDDQFINSIYANITFVANFQTEDDPSYRKGRKNQPSETDPKRVVLVLYAFKATNCQTY
NFKEFIQFLKKKEFEYTAKKQKLFDEICNLYQEKEAQLLIKLNFNDNFGKFPSGLHLLNDYFEISNNPIPWSSSLFIHAN
QIKSNFSFIVKEDETINFTIFNIQRDQFEKYYDWSLSGLSPNLVVYPKEYPVAQNYKEKAVFYALQNHKPFAVSLITIKE
CLEDLVQSYLPRIKKFLIHKLSLKHIIQNKAFENLYHFVTRCDISFDTLASILAHEYFPTGNCCKQNDEEVEKFNADLIK
LFENVNYQDQAAFNLRRDEICFLFSFINIEAFGLIKPNLEYQMKNGHLRDIILSCRSKEVKVELIKNMPDDQLEFYGASL
IRICQKDNELMTHQLQRVQGAVLEKETLIFMKVLSLVAFDQRQPQNCNIIIELLKQEGLKDRIKLIQNLYAKAYLNKDEE
YLNYLLGFLEQDAKKNKRKMNFMLGSQFSVDDEYINYFLALKHKPCFALNCQQYKRYLIQNKFNIKKLYNDYLLCLREGL
NEKIEILNELIGSFDNIQNKETFCKVLATILIEAKIQPYNESLLDHQQDFLKAYLQQMNKMERYQYFSSTHPYTLERKQL
KQKNSIASITKRAQEQFDNSQKVINHQQKKQEYINNLESQLMYEQDRAYSKQNQNYSCLFSSSINSQSQNYEKCFEIVQK
WANQKNLIQLSPFYERMYALRYPNKQQVHQKEVLVEILIKYFLLKKNGPKILDYRSKEYIELLKVNCTSSLNKYILDNFR
NIRPKMLELFVSEFICEDRKYDPSHEDLDYIMMTMKYQNIKLVPIMRKKYKGLSTIKFNSATLFYAKNEVNILPEKNYDV
YTHIFELRMEFFRKFISGVSNINNLTSNQVFLFYGKHNHILQKPKFSYKNLVLALYSGNIETINYIISLHQNPNLLVYEQ
NIFQLIIYGNYNDNEIIKFYNHYIKDEVKQTNRIFVLDNQPILYYLMLMKRQRLFEEIYLPFMIQIHGENKAIKILNKEL
LINYVEQQDKSEVGFQSEGDNFETDILSLALMRKNYFILNYCSSIINHVHLKSILHFDINYFQSIQPQINNTPFSKFIQL
YQKYLPLCCTLLEFKQNENIRQAQIQQLIQYEQACMNQIFNLDKIYYFNNKLLTIHMGLNKWNMLGNYQFNPILLQQYLE
EYRQNDGSYNLNQEQCRMILEQCQKYTTFQNPIYDKLAAIYPKLFIEVADPVFFTISTVIVVNHALYQTPELINYIQFHQ
DQYLKSIFQQKEQQENFNRDSFSLSFEQLSYSDEDQEKHDLPDRNEFEQATNKDELEVAANKKVLEAATSKNELKVATNK
NEQKIATNKNKMPQKIAYAFYLLLCIQQDQYQQLVIIKEKHLVIIKEVYLNLLKFDQKIQKKLQFLTENSKIFLFSLLNQ
NYKFKDTSYFEQILEKQNSKELAILKGIMYIQQINEIINGFINRLSQEITTMTNFKKNVLLVFGQEQITYEQEGFTIPLQ
FEDDSFYLSEANISKAIPQLKMANYQMNIEVELTQYHEIQENWKNFDFSSITTVDFHEIIINSKENVLEKCLFFKNLMEQ
EFDKVGIYQIDDVFAPHQHEQIRQTDTQLFQSQGQPPSLIHQSHSQMGVSSQGTQLQRQSTINQQQIMKEDFQFMFELLP
DNTYQVRQKKKYKNQKELIFAEFYHFIQPQVVINLLKLSEEEFINKYNGNTVISMIIQDFYRYNEFISSVIEQKQQQVWK
LEFPFYIKNQHFVYQDQLFSTYNIQMIFTKLVTFIEKVKQLLGRSEDQSKLVWRINTISFLEVIVSKLVEMQQVTNKVIN
VYSIIESVFSWDTLIMILHQLLYHNLIKAQQVLKVIRGVYVEFNEQQGIEFIQNKQKKGLDRIFQFGNTTYLLYNHILII
RLNIGICNQSEQIIQQDKQVAQNQQISRIVFKPDPIIQEYFHSIINEYDFYNQIFNPEQLVQYLFNKLDIDRHLLNYSNQ
LSKILNKTITLSVDHQSLASIFSSEIQKICQNKNSKSRLKEMEQIWYILLKLNKYFKEELYNYILKQIKAERFDEMFNIR
LSCLLSALRQNQPLTNIIVSNTRQLQLKQKSKILQRLCSVTQKSDIKLSYHFGFQISKNYYVNNSKLGDVCMIVYCENQK



NNLVSCQLVYNSKPGHFLFSQLDYMSEVLLTHDRITRNQAHYSGYTYSHHELLYVQIEDLVSIVLFQPIWPSDPIFNQSI
LNVFFTDQDGNISKCNEPKFVSLMSQIQCEQDEFNKQDMLDNLFGNGLVSSYNDLSLTQLTPIFPDQINFDFAAIHQFKK
QQSLVQGQTVYIRIFGDKFKFDQIEIASVSMACHFETNVVAQQLQKNLIKFLNEHTELANIFLHFDDQLNQNPNYHLDCL
LVGGTIFESFQYGYQTFKDGYSYPKLNNSLQYLFDIQSIQSIKINFIKTFIEKVEFIFEKSIETQKQLIQYENRTLKFYT
LIDSKENIQVPDSDQIAQFLFNLILKFQINKMDSYFTYENLHIVEVGDIQVESIKTVVDIILLAKYLFKLLTLINPNIKL
KVSILAQKEIKTEFKNTIYQFIQDGSHLIINYETFADFNICDFFLDYLNKNQFYINNRYNDKIKFEKPEIILESLVLKPR
KLLSGIDDKSQIEILVFNLDQGRIQGLEVLNPQQFNSIYLIFKVDGIHLKFQTLKSCTSKSLPGYFSQNTYQQNICNPLY
LMIFDVESNKPLEPQLSKIDISQTKQKNTNLSNLIKKEKKKGQLQVSYKFITNRVLMLEFLSDKVLKMQLKALPPHTLSM
VQDQLGSQITFEYTTQNTQDLSKTTHKQVTIENKVKLVEVEQEEQVAFGIGEAKMMKLLLKKSNQKMDEVLFHKECEPIT
HSKDLQLSNTINMLSKQELGVASRAGQERIDYIEFKDSLGNRINNFSYSTIVFVHSLFNQIQYIPKQEQGGSGLNLIWTP
IFKGVYKLYIDDVRIKGRYVILANMPNLQESEIEIPQELQTIPFYEDIPFTFQLRDSYSNIYGDIEYDIYLDCKCEITCN
EGVTLQVNFQNLTKSGFMNAKAHFSPDDAQADERETEIKILINYQVKKVLPIKISGVCLEKRRKKFEAELEKSFKRTDYS
LVIRRLSFLKDLLVLADKKMNYNFTIKFQDEPGIDAGGLKREFYDMVGNTLKDDTYKFFQPVQGNLGKYFLHSNFNKIKN
KKEYALLFGKLIANAIANGYLIGIDIISPFWKVVYDEKIVFEDLVLIWDKQTYSNYANLKSMSPETIESLYLDFTYQIGN
STIDLIPNGSVMPVTSNNVHQYLDKTAEYIIYKQFQEIYKSFIEGFRTVIFQKWLKPFEISLLTQGLLEIKPDVVLQKIQ
YSGGKANHKSYFETYINQADPQTLKNMLKFITGSSTIPFDQGSYIISVEFKSNLDIRKLPLAHTCFKSIEVPLYANYGQM
KQKLDIAFTIGLEGYGFG                                                              
>Ptet_A0DLH0_A0DLH0                                                             
MGCCLSAANQIKEPEILNNKPIQISHPQIQQQDIQNNQVIEEDINEDERKRYVQKKKDAPPPSKYPKPMKKDIREDIQFE
IPQQPIEPQKPKLPRNQKLHKLIQLGREYVGSLHHNSETDKQIISEIELQTFEKTLTLEELNNISQKYEKSLTEILFLKC
CTGITLLELILINIDNFEIITYLLLEQKLHINDDLYYIAIRIINKIKPLRKSDNQVQQQINFLKAIRESNQVRELVHRIE
SVTLFNGIQNFESEFNFKNRYHLKLLGTIVKILKNFQIDSTLEQIYCNAKIDHNFTNSCIPKSIPKGESKQVNSCKIELK
YLKMNIFHQIALNKDWTLFKQYSNNYYQQPDISGMTPFMIFFERAPINIILEYITDYPSQLKQAIKYSTSQGKNIAHCIS
MNKDISEENEAILMNILSQLSSCGSEEQMLKQLLLQPYNDFIPLISYLDSHKVGLNSVCQFLSQFITKEFDLNKLHIQAN
IHSNQIKNQRRKDLKQNENNVYPSLYERFYRFKKYGKTLAKQYPQKKPLTQYDNVYLHYIQLAKQVIKKDFKVKFDWINN
FNIYTSYFPYDIGTTQQSLMNMLLRNGNSEQVKQGITQVIQLMDSGLNLDVETPNGFSLQAQLLAELISLKREQKQYPYQ
TVFDMIDSVVIEQINQQPKLLIASIFGNTDFRRTEYQSIYSYLVQLKDQKLLEGCLTAQLLFDINQNTKYELLMEAFELK
QLNSKDHLLKKILDSIQIRARIHLTTKKDSLEIVLNDKSQPKEDEVIYTINFSTLIQLDFSNYQSKRTIIQQLKESDDKK
DDQQHTFRVKISYHNILIFYSQSESQKTFIEILKHKHFRSFTKFWILKDKINFHPQLFINEDYFPNVTIDNLTVDQYESA
FDWQILGISAKIINSTFPIKEDKLTHKQKVIRDQIVDKIDFVNALAQSNKLSLEFQGYIQICQKEHKDRMNLIYNIWKMI
EAEAFDNIMYLNSLLTLRQYDHILITIHTFLFQKNIKRQTCQWDDQDVLKYNQILSKLLDLKFPEKEDDHYNPIRGCSLN
IITLFSPQNWQRFNENTKYLFYSYIKEWSYSQEQHLCVLLSSPKDQQVIYPISQNIIKNKKMPKNPNLISLILEYYLKQS
YDEEELGQIQNFFITLFQSSEQLALKYLNQMKLKKNQIYILYGNVLRKSQSTKSLNQLLHFCENNSIVLDNQIYQTPLKC
PEGLENYYKALSKPYYIVFTLSQYQEFYKQIPLTMEQKTKHLQLFLENGLHEKLQFILSQGDFSFETYSTAYFQMVKSYL
EEQLSIKFDNQDTNEDEAEEMDENGNQTVKKTNKYLFFDLKPNELKFKQLRNKKTKLELKQEAQKIVDEFCKTNNMSLLK
TKYVKKVHNIQKTLNHQQNQSFGSQMQDRSPLFMNSGGQKVDFLKCIEIVQKQFNPKKVKSKQIIANYEYYSNLLYPKKQ
KIEKYQAIITTLLQVFKENRFPNSFLSSRAQGYIDLYNANANLKQAEIEFEFPQRFTSFQKQFFLEILLSLRNESQNETA
NLILSQQHENMKCVKFLQKNLSELENIRFNSTTLYYVTKQVELLKSNSYSSEIFNYYKESEKIKTTFYNLQYTSNELTKN
QVFLRKGRHDHITKQSQFTQNHLVAAIMSNNYASITYALNLHAEPVKCGLTNNVFQILIIQQCENNIIKYFNSFVKGKVQ
AYEKLLSLNNIPILYYVFFKKMEKVFAECFLAFLTNLIGKQKTYDVIKSQLQLSSNLTEYKVYQIALMNKCYYVLNYLDG
IITQDDLKLISSPYILKCQIRPDKLEENSKEEQFYKKYFELLSLAQQELHWPEFERKKKKEKQQENKNKVGEGEEEEEGE
KKKKPKKKKKKNKKGKKKVTSKQKTLPKKSNSFYIKDKQINELILFEQACINSVFKLKAEIELKNTMLSLALSENKWECL
EKYKYPEHLFIQLITEQKSKNQIQNLDQSLFQNIFKNCLQYQILNSKLVIELCQINPQLLLKVLKAIQVTLDIAVILYAK
LKDTPELDNFLSYHSKMYKEYIRIPQNGVPIEDEVIEQEEEHPIPREYMKPSVAYILMLLHSIKQDNYNPNLLKKQYISI
PLFQKTYDLLKQQLNQQSLSQIQFTNNTLQFLKDFSEVTLNIEKDRFFESLNFQENALEIVVLKSMIQIKQIETIIENFK
AQCSWQGYYQKEKKHDKQIKNRFQIYFGDEDIKFSSECYEIYLTFENNQFNLSQDKIDRILTFFKQKEHKKNLDEQPILL
ENILQHKTVNNKQVNLSKFDLRALNSIDFDDINYENCINQILELTKPQGRCGQYEIDDLFAPHQHEQIRQPELSQQMSIQ
QPVLQRQQSSQMGQSLGALSLSKQVSTSKRQKLREDFQFMLELLPDNTYQVRQRHKKQNQKEIIFSEFYQFQQPNVKLNV
IKLSEKEFIEQYDSRKTISILVQDLYKYNEYLGNLIEGQKQLEEWVVDFPFYIQNNSIKFSDCLFTTYSIQCIFNKLFNF
VEKVRTYSSIDKKDNLKLIWRINATSFLEVFISKLIDQQSQKYPLVEIYSLIDALLEWKSLAMIFNTLIYHNLEQAQQVL
KVIRGVYVEFNEISDLAQQHCQFVDTNCHLDKTFLFGNTTYLLQNQILIIRLNVKIEPNSSQITQIKNNIMLPDTRIQLY
YNNILNIYDFFNQIFSADQLVQFIFNKLQVDGCLLNYSNEISSLINKTVTFSVDHSQLQFIFSGEIMRVMSIKNNETRLK
EFESIWYILNKLYCYFTTDLYRYLENSFINEKFNTMFYIRLHCLLNSIKHKKNLNEILNSNTRQLFKSKGGFVIEKVCNL
NKQICSTKNSNIDLQFGFQLTTSFYVSNCKLGDICAVFYSENSKLNLIFGQLVCKTKPGSLIFHILTDNLPKGQEEIVRL
QQAYQIGMNNQSVLSISLEDLQAIVLFQSNWPSDPLFNNSILNLFITDMEKDLFICNEKNFIKHMIEIQNEVDENVKQEK
IDNLFGVGLASSYSDITVSQMTPTFVDQINFDFISINSLKRQQSVIQPNTVFIRINEDTFVVDPIPTQPINTACYFESNI
KGYKLQGELNNFVKQHEEFREVFLIFDDELDNQVYRAADRIIAENSGIISFIKGYEQFLSNKNQSSINSSLQMFFEVQSI
SSIKIRIIQNLITKIEIIFAPFKHEGEALIKLKDQTLQVYSLLGETKIIYPEIDEVSNFFYNLIINYRDHHFESQITNDN
QIQINFKRLPDLEFIKVFVDIVLIAQYFHKLVCIIDKENQIKAINIQHTDEITTNNKYSFYQFTDDMIIINYCKYFDFSF
SNFILDYLNRKQINQINKVEQNLTFSGSQILEKQVDLIPKTIFSGLNQTDQVELLSIIDMNMTIHNQDKANPLEFKELIL
IPKVNGFYNNLFYFKSFQHPTLTKYNNQKQNKYQVGDEVHFLLHPINSQISLDQQLQKLKVRVGLRQTKQKKYTLSQLIF
QTSEEEQLITNCLFLSNNVMLVTIKSESRLKISIYSTSSITLSQLNYQFSRQLNFQYQIQTVQDLEKTLHVSVTHGQKTI



KVKLEKDDHTTYGKGNRQLMKILSKEAKNNKKEIYQSTESTTHSSELQSGNTINMISNQDIAAATRAGVLRKDYIEFRDS
NCNVVEQFTCEKVSFVHSIFYQIQYVPEKERAEEGLNLIWTPTFKGIYHLLIDNVKIEGRFVVLANVPNLEKSTIEIQDN
LEVIPFCEKILISFYLKDKFENCYGDTENQIFSESNCNVKQVSGNQSKLNLTFNNLTKVGSLNAYLTFDPIEVLVLEDTS
AVEFYINNQLKKSQIWKLSGLGLDKRRQRFQQAINQVWKPTSYNLNISRVNFLEDLLELAEKKLNYQFSIKFNNEPGIDA
GGLKREFYDMIGNTLKDENYKFFSPVSSNQSKYFLHPKFNKQKNKERYALLFGKLIANAICNSYLIGIDIIAPFWKVVFD
ERIVFTDLSLIWDKDTYNNYEKLKTMSEEDLESVCLVFTYSSGNTESELIVKGSQTNVTKKNLDLYLNKTAEYVIHKQFD
KIYKSFIEGFQSVLDISVQYCEQNLEMSLLTQGLLEIKSEILLQKFTFSGGKPQHKSYFETYVSQASPETLKNMLKFITG
NQSDNSLGSSSIPFDQSSYVISVRFESGLSDRKLPLSHTCFKSIEVPLYKSFAELKQKLDIAFTIGFEGYGFG       
>Ptet_A0DZN4_A0DZN4                                                             
MINYLQILQQRSPFMEELTIYEEGRRMQMLEKSLREKGGKEYYLISKKFIKQWKHYVDYDEEMEEYEKDSRQKVLILNMH
SLIKSILIQLAIRNCLSTFPKTMFITLPFVIWKMNGIMKLEVYEYFIRNYQSAEPQIRVGFYNENLKRKQIFPNLARFTL
IYWSPVDNKLQTVIAQVDYNSEIKAWKNLLRDTFQELFKLKKVNNVRIWQPRHKTFKQGLLIQQISKTKEVDGDILDDNL
MIFQLQSQRNNCLILDFEMNDWQFTKYTKSIEYDNELLLEIALQGCGQLVCEFPQCKLNNGYLDLGFGVEDIKGICQVLI
ENEEVKWELMCSKQNGLTNNLLPFYQRDDKIDIIQYLLKISASLELFGISFVENYNKNQGVYQIDQENPEVNILLIQFTD
KLLKQQKEASIQIIKNLFCRKVADIEPLTNLYQLRALYLILQFRGSLNYILEDKTQILLTIIRRLSQQQLNQLSKWLSKL
DNSGIIQLQSMLKSLIEEQIKIQQNAPIRPLLDIDDIQRLKGLFELYSMIYKSNLRNRRIKTSDFIINSIQHFYKVDADR
EEFTQFQMFNQKILRNYSFTFCQYPWSMPLEFKSKLIYIECKVKQFDQRRRTYGILPQYVSLTIERDNIIESAIKQLQQT
NQSLKNPLKIQFVNEQGVDEGGPKREFFRLIMEKLITPDYGMFIPKNNDTIFWFNPQSFEMPIYYSLIGKLLGLSLYNSV
LLDVRFPTVLFKKLQREKVKEEDLKELDMEVYTGFQFLREQTDPKVVESLGLTFNATYQVWGETYFEDLKPNGFQIDVTI
QNREEYIQLYIDWYLNKLVQKQFDLLKDGFKTVVDGDGIKLFSGEELQQLIIGLPTFDMKDLEASTKYDGYESNSEYIKY
FWNCIHSLNVEMQKRFLFFCTGSDRIPVGGLKSIKFVIQKHGEDTEQLPSAHTCFNVLLLPQYKVKETLKEKLKISLENA
EGFGLM                                                                          
>Ptet_A0BRI8_A0BRI8                                                             
MYFKNENAYPICLQPIQYNVQANKQWKIKKNNPNLLALQNDVYFKEEVNEVMNILFTESEEEECYILKNGIGLDTLNSIN
KNDDSISQANFKLTKETQIFIKFLVQKLILSYFDENTQHQFDWKAILEVLLFLIQKFPILLPLLLRINCSEYLQQYKHKI
GYESQELPTNISFLSLITRFIQPTHNFLFYICLDNIILFKKSNNIIVPFANELRRMIIKQLYSEISKSIKTCDDKLKNLT
LLLGILLQIKSVAKICIKNINEPQDTFNFVNLFIEGIKKYDLQQYLIYKDQIYFILTILNLLYNVATSFLLEQNVPAPTN
LNQQNMMNNNRQRGNKIIGEMRLQEMQNQLFSFDQRQLIDQLNPLSLSKLYILQWPLFTEENFSQQNQRQEELTSNDQLH
LIEESSESQEISALELEHEENQFIDEFGQQANQEADKNLENDKVLDNFVNAFINNEIEINFQFTIIFNQLRLPKQFQHHL
IKLREFLIQDSPQIILSQYNQQRVSLEDGIRFRNPMRQRNNTIIQVLGRPLPQNHILQRDQLNLQNNNVRLMNENIERNV
DNDYADIFPNDNDLDEDEDDRDYQSLIRPFQQQNQLQQINQNRTLQNIICILNNRRYTLNNLGKLDYQFIQFLLKLLYRQ
DVEANLNNVNNFFKSVVTKMNITNQMIDDFIQILKQMTQNLDLVKKRILELMIDLQKLQKCNLSANNFKDVISLIELFQG
EQLNLLIQFMCKQEKLPIVELSQQQINTLFNNMLKEKDLEFSNNYINLISKLLGVPQNRNLFFKRMEDVVGNTTEYYQIQ
FENRNTSDSSFDKINEVEKIFQLLHIAYKQGAEEQNSCEIFLNSIKVENLMKLTENVISILPKEQVQKYYPALAPIFSIL
VISNQILNPNNSQQLIFLTKLASMEVSNSFSGSLEIRDVDFESLSREICKKGKIFINYIIEQKLNQMNRQMVRRQQPTQN
QHDFEFQNLYVDYFLKNHSKIIDFENKKLYFHLKIRKTQFKRISVRRTHVFEDSYNKINSCDPQLLRQVIVQFEGEQGID
MGGLSKEWMQLLTKQIVDPNNKLFVPTSNKLFYQINRESYQDPDHLKKFKFVGMIFAIATANGVKVFGRFPISFFKHIIG
QKLSIFDISYHDEGLYQQFYSLYYSKSNADFEQYFLYTIVNNGIPEDLELKQGGGDILVTQQNKKEFIKMYCDQIMAKNV
ENQMKAFLEGFYSVIPRQYISIFDSIQLEQLLCGQTYIDVDDLISNLQYVDYAPQDQVIIWLQNTLKNFSQDLLAKFLKF
ATSLPLAPIGGFQNQEKKIQIRRFNCDFNMTDQLLPVGHTCSNQLELPPYSQEQILAAKLEIAITEGSEEFTLA      
>Ptet_A0D4V4_A0D4V4                                                             
MSFPQHIPSTSLSFLDPSLLIGNLDWLYLLSMKETDGLSEKSLTKGEDVSGFDAFLEQVDFTRSAYIKLRQDYFNLIQHS
SRHLTESLLNSKNEYFGRASMMLNKINKSKIEKPIVMATYHECSYEVFKQCQGVTSCSALQSNPTRWPWGLEDFHKSLCK
QELLSLFYEPDYSRESIDKNLQRLLKEIDHKQLSKILIDYALRVGTFKQILSLCDLNIREIIKLPRLQQKSRHLHYMRSL
CDQGGFTITQLQQFTKLNYHQMTMTSSQCYLYILVSSPVGGMYKVGTGEGGTIAGKIYLHQPLKKQDDVQWVFLQNKLYL
KQQNGTLDIICPETFQTLSQMTLHCPELFQHPQMQAINKNYPLITDGEKLFIIGRKLNITKVEGAPAKVIKEPAASTSRA
QKKKEAEQQPPDNTIKIMDFILFEFDLNKPTGNVQNEEESDKKLLAELFESFQGYFSKAEISKALNLNKNDMQNAAQWLV
EEGEKERNKTTVSVSKQTLLCQAEITTDISAKQVKSSADIGCKEGSILQPQIISNIIWTMDKKYLTAYFEFGVKIFSKDP
ANEKELDQTKDEFNLRDHFYTKKPSTSTLPLKGTYITTVNKYLNEFYQNPNYIVSYEHNTKRFYVMHIQWNSTDLQFPAL
VTIGSDFVHRPLNLNLTPATTFDEEVVNFLLQQQEQRFDQEWRLNDWYVAYQIMLKNLRSISEHFSEEEVKKIQSEKSKY
IHRLNKSIQSINNQRTEVELRKVYAFCVEGTWEELKQIWSLFKKYHKIQYLQLLQYWVQYSEISILLNPGVYDLLKEIGE
YLIQNWQSELHRNIFIKGWTLFLCSNSLQLQYLRLGDNQLLQNIIQTYSSIQPETESAILKLKSKNVNLDGDFKSFIHKK
GAQHYLIEPFPRLLVEVVESVKLFQKVYPKGYFVDCDITQINQQFWILAKEWATQCDLTKWQFLTMLFNMAFNENNEWEV
QHKLAFNILQVFELGIANKEVKELIIKHNFLTHFLLQLFLSPVLQCPIDCSILSILMQINQNIEFPTAPSRSQGIDPIGY
KVFETSHPYERQKVQTFEDTYFPGALALAVEFDPRCSSDQAHDFLTINSWYSPQTGPFGLQTKLKDPMGVSYRISGKLST
KRPILMLGNVIQADFSPSGQVRNEHSLNRWGFKITIRPVYGDTYHVSNVLHMVILENIQSLLGFNENRTAYEESNQHLLK
WNILKNGRAGFQYDKHLIKVLGQLSISNMSYDDATLLHENAGANTQIKNKYQQLKRDLIKVNYKSRELQKTNIDLLQLAQ
QQNKYISQILEKKGEFYKVISEIVSQFTDSIQYRTAKQKSAMKAHIEEFKQIEMLVILVTLYHSGLLDEINLLNLEHHID
MLQEARNDVINYMLKEVETMIEYQQNYEGMSLQATEMMEQQKLKQINEKIENTLWDMLQKRLEGNSEMIYKICSQQSLAI
IENNPNLSLRQIYNNILAKIRESKLVLVNPYQHIVQVIKKRILILFNISNVQLVGQQQMIQIKSQQSIDSGSIKQLKPPG
IERSISHQIDDKNIDSQKLLKFRQWLDSYQKWKVLHNVNLNQISAESLDIPPVKSVILFLQQNVDESLIQVMDLHNRRCI
RRIASLKFLNEFQGQSGGILCQDVMNCKIEFASSNIKEILLQEVVKRLNYLMQSIKNDYATYLNQAITQQIDGTLLEQLK



VLCMTLCEINQLFQVDNNILWKSREHDYNPHFNPIFKQFLSNIIITGLLSLAFVNLDQQYQSVAILSQNILNNVKETLYI
ITDNLMTDDILQQLIQILSSELGISLQGDEINCRLLTKLYDLIGVKRVNFLLTNILDCLVIHQNQDVPSSLVKLIFFILH
HTNTPSTMRLAIRISKYFSNINLNKIKYTPKYLWVYYENCNLQQVKVLQENKELYFSEALIERVGHLVGQQEDTGNQNIN
TMLQTELVNVQKKIITSNTNADQNNNQQYRVILHLCQEEEISILLKILYWWEEFYPSAKLKLPQTYQEYLEMKEKEKKRE
EQKTQQQEVIAQQTEFQSQRQQQQQQYKLLERVLMTQPEIQQKDYLLGWGFNYSNLYSDMKNGPSDNKKHSSGRVKKQIK
KYWRPLNFQELERLYEELYKQNEDIKQFPDEQAFLKQRNFITRIHSYIKEIKNYGSLLTVYGCIAFSEIFTLQKAQVLIE
LIQSALNGSLQNIPMTELSEEFRNKADPNKYILMGAIKEIAPPKSKSQPQKAPTQIPPQPTSGKSQMTMSICDVYTFQTF
EFRMDYITLLPYGNTSVNFYNEINRSSSFTQQQVNGQIVGQLIYELSQLLSNQQIDINKESKYYKLGYTTILSQQLIQVA
PGIPVQIKKHKSYDKQYVVSGGDYCGQKELKILSNNDDKLNLQVVKLDEIELIQQDIPQLISQEQMLELIEKENDKFILR
NLFIIASKLEWKGYNVERIAEKILSLANLYQGDNKFIQAWERLIDSRLTPNYFFPIEIPKTLNFPQQPQQGEQDDHKIDP
FVEGVDNTIIVGSTYMQSLPEACIVSNELKLVQYWEKNILPKIYDYVKGSLRPYEIDDFFEQIRQQLRKGEQNKALEIAY
IVCDQRMPNGVVIPESNHDWSTLTIEEVQAGQYVLCRLIDKTSEQLYSKEYLHYKQQGHTFICGQIIGVDQRSSSILITH
MDINNSQLYATWFPVSALKQVQLYIPPNANAYQQETILKEYNRELDLELSKQARQLYILQSQTINVDPITYLQLAMQFEG
SCINGWLTEQLIDGNTKTNQKLNQFLEKPELIFSWLSKCFDQIHQSVNNNKLILDLVKSHKKPLELNSDLDIAGLAIVFK
NDATLCTCSGINFYKDKLGINDFYTISSGKETRGRLSPIVLNQKSVYCEYYFNGEALPIYQQKLCVSRLPCVVYKIPTLW
NTVCYVIDQMSTIFIKNKDIPNLKNINHLLDKAYQSQPHILNQSIIKLLIRNVRKLQTISEETLKDELLIQLINDAVKIY
NIQKVEPNVLYSSYLQDISELLAVAIPNKTKIQIPDWINAYRYLIQIAEFIKCGKTLYNEQIEQINGMLQSNQWDQLIYM
NQLPCDIQDVLQEQQVRILNPTIDIFRRKNQAIVLIDGFQQLNLENVEIQLPPEPVQDAVKLWQCEMCTYAENVWDSSHC
SICENPAPANKIPYKGAEDQSQQQEQQQIQINVDEEDEKADRREKQFFEDLIERIKEKVKKYYADQQMEKEQKINQVNQA
IEAQQNQLKQLNKYQEKKQKQLTYKSKLQQTKQPQQQLQQQKIQDCKLKLQQLTSELQQIQEIKLQNNFQIFSGKQILDK
AKAFLKEFLTNRLEYFRKQINPKQLEEMSSMDAIECWKHLESLGYDFHYQLINNPKTIQILPIQQMKHLLKLIEFDICKE
TKAVRTYNPRNIRNQIDEQAINYSDFINCLTKYQDLVNSPLLVIRQSWAIIKLFNRYLETCGQFINMDVPIGTSQQFQQN
TILLSMGNYMQVLRQLCMTPTKVDIVQRVLNKTSISRDSPPKINVERIRLANRNGKANQQDFLFTMAYEQMKNIPPTLLR
PIKPQGTDPFLAFEVNFKGEDVQGESGPYRQFFADISKELQSSSLLLYPSTNNQAKLGNHKDKFVLNPSARSNYYLHLYE
YLGVLMAIAIRTATHFSLDLPSIFWKQIVGEKITFEDIEQIDATMCNLINFMQECPESTFEENIFENWVTLRTDKSVQEL
KENGSKIPVKYEERLEYINKLMEVKCTESELQCESLIKGLVKIIPSPLLNWVSAEDLELWVCGRPIVDVDLLKRHTRYSG
ELNENSERIKYFWEALYELSEQEKLRFIKFCWGQERLPANDEEFDRNQIRFMIKPSTVNTKQPNKALPKADTCFFNLELP
NYSSKDILKKQLLTAINFDCDSMNADPRVNLDPNARHRRNRDEDEDESLFEEGEW                         
>Ptet_A0D383_A0D383                                                             
MGNRSSNNQHSKIGQEAKCPNCDRKFGPSTTYFVLNSHIDHCLLLQQPIHNVEFQMPQTQDQLGDNYIWVKQNNQWKRIQ
SQVNGGQIYVRTFYQFYQNLSAQEIKNRSFPEKQMWFNLQLEKFRIPWQLGSDKLNVNLNDLLQTSLVSARSVNFYKEVK
VVFLNDKVQDAGGLLREWLTLIFKEMCKDIFTLTETNDVTYKIAKQSQYFDLAGLAIAKALFERMTICVEFDRPLVKKLL
GQEISFQDMQCYDKSLFLSWKYLLENQFDENQLQQYFIICKDDEIIELKQNGADILVTNQNKQEFVDLSIQFYSEKLISK
QLAQIQNSLYKYVPQDYLNIFTAEEFEMILYGVPVVDLAEWKQHTIYKTPYAENSQQIQWFWKVLSEFDQDQLKKFLHYC
TGSYRIPVNGFSKLESNRGMYSKFQIVPIDYKNGNSFPIAHTCFNRLELPKYTSQELMRKFLRSIVLNDLEGVFGME   
>Ptet_A0E4G5_A0E4G5                                                             
MINLFQMLQQNSPFFQELQIYDDGKRILDKSLRDKEGMEYYLISKKFIKQWKYYVDYDEEMEEIQLDPRQKPDKINSDLI
NNEKLFRYFPENHVYNSSIRYLENEWDYEFVLKKVYEYFNEIYQSIEPQIRVGFYNESLKRKQIFPNLARFTLIYQSPID
NKLYTAKAQVDYNSEIKAWTNLLRDTFQEQFKPKKINNVRVWCPRHKTFKADLLIQQMEKIKQVDGDILNENLIIFQMQS
QRDNCIIIDLELNDWQFKKFEQTIEYDNALLLEKALYGCGKIVCEFPQCKLNNGYSDLGFAKEDIQGICQVLIENEEVKW
ELMCSKQKNITDNLLPFSVQIKTDPIQYLLKISQSLELFGISFVENYNKNQGIYQINPKNAEINSLLVLQIAQGLNQQKD
NLMQIIKNLFQRKVEDIEPLTNLYQLRALYLILQFRNCLSKILDEKPFIILTVIRRLSQQQANQLSKWLTKLDKTELQQF
QSITKKAIEQQINIQKNAPIRPLLDIDDIQRLKGLFDLYSVIYKSNIKNPRIPASEFIINSIQQFYKVDADRQEFTQFQI
FNAKVWRGYSFTFCQYPWAMPIEFKSRLLSIECKVKQYDTRRRAYGIFPQFVSLTIERDNIIESAIKQLQQTQVSLKNPL
KVQFVNEQGVDEGGPKREFFRLIMEKLVTPDYGMFIPKNNDTVFWFNPQSFEMPIYYSLIGKLLGLSLYNSVLLDVRFPT
VLFKKLQREKLKEEDLKELDMETYTGFQFLREQTDPKVVESLGLTFNGTYKVWGENYFEDLKPNGFQINVTIENREEYIQ
LYIDWYLNKLVQKQFDLLKDGFKTVVDGDGIKLFSGEELQQLIIGLPTFDMKDLEASTKYDGYESDSEYIRYFWNCIHKL
NVEMQKRFLFFCTGSDRIPVGGLKSIKFVIQKHGQDTEQLPSAHTCFNVLLLPFYKNKETLKEKLKISLDNAEGFGLM  
>Ptet_A0CMD3_A0CMD3                                                             
MGNRSSNNSNQKIGSEAKCPNCDRKFGPSTTYNSLNTHIDLCLQNQLQINNVGFQMPQPQVQLGDNYIWVKQNNQWKRIQ
SQVNGGQIQNLSVQDIKNRSFPEKQMWFNLQLEKFRIPWQLGSDKLNVNYNDLLQSSLTSARNVNVYKEVKVVFQNDKVQ
DAGGLLREWLTLIFKEMCKDIFTLTETNDVTYKIAKQSQYFDLVGLAIAKALFERMTICVEFDRPLVKKLLGQEN     
>Ptet_A0DLU6_A0DLU6                                                             
MGCINQKNKTIKLDRQQAYITIWNPNINVQQEISTDRIPAVDQSHSKFQGSNPNNIFLNRSKKSHLKKATQILNINKDNQ
LKKKIETFKQYYLRINQFWQSHQKELDEIMLHIQQKTITLKFLLIKNEQLQMAPLDILFVNTNEGKSIIELILNKVDNYD
IITQLLLDFNLLEAHLQQIAIPLFLKLKYLNTQIKVEKAIEFLKATQKTKCIEVILTSSQEQRKIKIIQNFTNIFSYIDQ
QNKWHLKFFKILCQVIKGVKTFEKKYEEYLQASAEFKLKNLIISKKIKKGHFQEQLKMHSTLGELQFNIFHQVAQNKKWD
IFVQYSNSLIQNPNNAKLTPFMIFFQRAPVQIILDYIQQFPQQLAKGIEYSTPQGLNLLHCFCLNKNLPTKIDKTCQEIL
NLIKKSKDFKNLLLQPYQDQIPLVFYINSHKIVDQTILNFLSESLRKDFDFYRLDTLAQILGEQLKFRKIKQRKPIKELK
RMKKQPFCQVQNELNIELSQELQEQYHLYYLHYIQLMKAVIKQKFSIQFSHLNEFFTFTSHFPHDLGTAHHSFLQIILQT
QNDDFILQQLKTFKFINYLQAQKKELDKFKIQLPEDYSLDAQLLAKLIYLKQDIKDESSLLQKEIDQIILEQFRRDPKML
WAKIYGNSKSKQEGLTTTLYQLIKQLFDAVFVKEVLQICIYNNLQNPSFDVMKEFVFQELLLRNVTKQEVELRNFCDSFP



RSIEFNETIKKMASNYTIKLYSWKLGIEKHQNQLQIGEFYLFIQHFKPKYIQNTIQQSNDKNQGGVNQQITFQFLQALLQ
SEITIPLINRIIILNPELFIPKIWWLTQDSVPNKALLKFISTQRIYPIYITQPNINQLSLLFDWQMSGIQFQVMKFPKKQ
YLFHDLSIKSQLICYQQINRLPFVIALAIDDQFNADLTRFLQTQEVQKTKEVISQIQLHQMLQNSAKKNIQLFMDYFNLD
AYSIIQILSLNHFSTTKLFDYTPSEIQEVNKFNFNHQVQQLMKYNFKYSNQVCPIFIFENVNEKKIAKSKRKVTPYFVSV
INYLDYESLNMIGKNLRIQIYERLSFQINLDLIHDEKVIEILIEDMIELKRKEFGVEKIAGIFTLTFTKSINKNKNIAEI
LCRYLTKEELQYSKIFSVNLLYQLSLISNEICIQYLNKLKIQNYQFLQVYYYALNNQNIELLNHLINYYYENRLSTTYVY
TYVHLSHNVKNYHIALFKKYYLVFSVLQYQLFYNTIQLSSQTISKHIQMFILFGYVEQLKFLIQQPNIQKEIQQSYFYYV
LAKKMCIENEFEVEVNRFPEHLNNQQLQVQLLFMRKFKRTFQQHCILSLSEQKCSFNFHSQNINYLETFEILKQLMSTSK
EKTAELEAYDELYSSIIDPNPKQIKLKNELVKYFCQLFMRTKSINQYVKNRYERYISLFNANSKSIEIIFDFRKPKQFSL
NMIQEIMIEYIQQILKKKNINLEIYEKLAEYIFKYQFTNQKLVECLNLGLQNYNLTKFNNTTYYYAQRQVNLLPKAYYNF
SQNKHFINRYNIIKSIMNIDALSLDKMTPNQVLLSKGRIDHINLIKYSDANLMAALISNHFMTITKVLDISYNPKQLCLD
YQLLHIILRFQNEKNIITFFEKYIYNYIKDIDKIMLCQDESILLSIVQKKQYQVFDIIIVQYLQKLINSKNLQQIVQQHL
QMKVKQSQLMIYQLGICQKSYFIFDFLDGIIKANEIKQLVTTLDLNLAPMLFNQKQGDQKLNLFAKYYLNNLQILLIPTY
RQELRPQKNQKRSYLKKKIKDKQIEQQIIDKDIELEDIKVDDIEDEEVEDEVKKDEVKNVEYKKQQDKQVQVLKKKDGIL
DKLKKAVKKVQIIGVWSQDKNKVKRTVQLDNFLDIEHACIYKLFGFNQMILKYLKNNFRFFSLFQSQPQDILQAIDTSKG
HPKLLEYYLNSLPLTDLKANLDQIVRKCQQYYLIQNPIFYKSMLNFPEEFIKLLKPSDFNLEISLLLSVKLKQTQTLQKF
IVNHLELQSSEVQNFRGIETLQQNYLFMMSLFLNNFSFPILKDGIQNINIELLLKCQKFIEQYFEKQQTKISNDGLDYIL
GLLKKEITIGNKAKFEKLLNSQQTGQIIILGIIWIQQIEELVRFFFSKLPKWGIFAKEIEISFDNVPISFINEHYVLPLQ
YNTDRFELDEILITDFIPVLKQLKYERVMEKETLRFQEFQEKWPQFNFKLLFKKIDFSQIPQYCFEHLDDFELNKDEQNC
KPLVTEEISNKAQENKDNENQNDNNDKADSDDNGKVNSDDNDKAKNEDNKNNKIDNDNDQDNKKENDNYIDNEEDEDEDE
DEVEDEDKVIEEDKKDNGKIKMKGMKLKMPGNKNPNPITNNRNKEKNQRQKSRYSKSIQKQIKIIPCGIYESIIFFKHLL
EPLGDNQENYKISDLQVPHKNLDNDDKAVEQSTVIPKKEKGKNTVGKKQFKQNLKIVKAFLPMNKYKSRYTSEQTTIFIE
FYHFNYPQSTDLFLQQLSRQEYLEQYNPKASLDFLIYKFKQYHDNLQELIKSEKYEKWTITIPYYIENEKFFFQEIQFTP
YAIQFIFQKLLKFIHTVRSFSDFEIDSIQWRINSISVLQVLARGILNTYFADNLNIDIFTIIDFICQWKLLQMFLAQIIY
RNIMSLPTITNLFSHIYVEFQEKPVSQYETQSDSNYFLDQIFQFQETEYQIYQKILIITLNVFIRKDKQLKKSIQYSKQF
QRSQFNKSSIIKAAEIKFHLYNVINESDFFFDLFQPADLVGYLFNRLDIDTYTQLFSKKLGYFVNKDVSIIVNHTQLKQL
YEEKIIEIKAITNRQIKVERQNQLQNELLRLKEFFMEKVSKSLFEQLKSQSFEQLFEVQLSILLQSIRQNNYLQQSTQQN
YRRAIRSSKSKVLQKISKFSTYKIVSFQFGFQLTPTYFQQIAKPGDMCMVLFQQHGSMKLEPCQLISCQDSQLLYFYSLK
DQTTALSVDDIDGKFRMNIQKGDQNDEAAKQQSPKKMNGSGKQGELLNLLFEDILSIIWVRSKWPIEQNFNNEILNILFI
DQNGNILTCHEKKFQQKIAMIQQIENEQQKQQLLDNLFGQNLVSTYDKFALTQIIPIIPSQINYNFRFEDQQQSNHVQES
NDIYITISNDDFKLEKLSIGNFNTACYFDSNQRLQKYIKTLNKFTQRIKEMSKIVIKIYFDDKLNKNPSFYLEQFFAHNN
LFEIFELGFKEFCEEKQFPQIDNSLSYLFDVSSLTQVKERIFCQIVKQIEFHFELDQKDQNTQFSNGILKIYKFLDQKQP
LKSDISFFISNLIVQYEKFGITSLIIKDEQYEIQLQDNDSTLRMNSLASQNNKEEQHDILYQQDDSPYLMNNIANTILLT
KYLFQLMQIKQLLRNDKKLTFLLQENYQEKYLYQIQRQEKQIVISYNLLKDFSLDEFLLDYLNNCVYQGQIKYEKLSVDS
HLLNCQILQNLMILKENQYYPQLKKEEKNLFISKDFSKLQVSEWRLEPKEQERGLLFFQCKGVFQAMITFKSQQKYIPLY
QYFKQNINRQFFGQSFYFLVSGLNERIDLDTQLNAIQVKMQINKKNTKRSLNYYKRYINKLKVNTRLITTNIALVELIAQ
GVDSVKIRSTTPELLISSLSNQNYTNSIIIQFDPEKTMQQNQNKLCHIGILIESNKENEIYKPISFSQKKLVSLKEENRK
IIDFLQKGIDQRPQIFKKSNLLQARYDLLDLQNNNTINTLTFNQISVASFCGQMRTDFIEFQDITSAQIACENALFVHSQ
YQQIQIFPKVYKETLGIKFKWQPIIKGIYNLFLGDQKIDGHFIVLANKVDYRRCEIILPEKIQTLTLYQTIKYIIKLRDH
FNNIYGNIESKLNKMQPIVTTKSQFSESIVEINGPGKEGTITINIKFVQIDFIQHQPEDVTIKISLLDQLESECTFHLEG
LTLEMRIIKFYQKLKFPQVFKELKIERVNFAKMVQKLADQQLKCPLKITYIRSGEQGSDDGGLRREFYNKVGELMKSQSN
GFFRLNAKSQTYFFSPKFQPDKEKEQYAIAFGKLIANSILNKEIIGVPFAHQFWKLIFNKPIVFEDLEGIMDDVEFKNIK
SLRQMTKEDIDSLCITFTHSQGTHIINLIPNGYKIQVTIHNTERYLQKLADYLIVGKFQAITQNIIEGFDTVLNRQLLMD
CFDATEMHTLTVGSSEIKPEKVLELMIYINGSDQLIQFFQKFINQLEDEQLQDFLQFLTGSPYLPWNAKPTIQIEFLETM
NETHLPRSQTCFYKLTLPYYKTYEDLKKKMEKAIEYGQEGFGSY                                    
>Ptet_A0CRK7_A0CRK7                                                             
MSEGSQDLPLLQLIQLLPLFKGDHQELLIQAISNITTKQKDFKQDQLNLDSRSVECVCTILLQNMNRSVKNFSHIILNLS
NNKENQQLIIKYIKEFIQRITREINNNFDKQCQYDEIFTADKVLINVFQFVREMNDKIGENNDQQDTRSNFKELLEDQGL
IQLWRNLIKLLQDIPQQKLAKLSTKISPYLECFFIIYQLVNPIRKNKNVQREPTKIASMEGQQQEVQEQQLHDELFQQIC
ESGKVLLNMMIRERLQELREKGKLVNDSLGVIIFKNPRIVDFDNKQKYFKMELKQLKMQNNRHHYGNINLRCRRKDIFMD
SYHRISKLKPEELKGKLHVEFDGEEGVDAGGVTREWFLMLSKEIFNPNYALFTPSLNGQMFQPSNKSHVNPDHVKYFKFI
GRIVGKALYDGQLLDTYFTRSFYKHILGQKLTIHDMEDIDLNEYNSMKKILEENVTDWGIYWTYNVDHFGKLEERELIEG
GKTKLVTEENKQEYVQIYCYQKMAKEIKDQIEAFLNGFHELIPQSLVSIFEWKEMELMLCGLPDIDLEDMKENIEYHGYD
KENKVIQWLWELLESFDKSKRAAFLQFVTGTSKVPLGGFKELKGMHGPQKIQIHKKPYVNFELPTSHTCFNQLDLPDYPA
RQILKEKLELAIMEGKEGFGFA                                                          
>Ptet_A0E5N5_A0E5N5                                                             
MQGIMKTNTIISIKETKKYANILIYKPGPINSDLKSDEVFLFNYPNNHSFNQKIVKLDPEDYVLVNHTNIQQVGSDLMNM
WHLEFGSELTIFRQITFDENSKPITNVNLLRQDIYMKIQNSTRGTIQVDEKCLIKQWIMLIKSALKSEFQLNCENIRLWK
HKHFPANQAIKQLEQHNGKFHGQILDENQSVGYYKADLIIIDIQLNGKWQFELLDLKTASLEEFKHVFNKAYKGCGKFYC
DKNYCNSNPVFNQLQFEKASLQQFLIESFKEDSIDWSEVCWNSDYELKPIQQIEEDIIQQISKVSIYPNSFGGSFVQDFN
GSYESILSHNNHPRLNTTVINEINKVIDFNVLKGWINNLYKTKESSPFKLRSIFIILHFDCFTQIIPEKSNSFLEFVFNL
DIQSKNQLSQYLTHLPNQQFQNIIEALIKNLILFIKYQQQLPIQLLLKADIRYLMQQLELLQIFYKSNEKVKRIINEKFI



IKEITKLYPRQAELLEFKQFACLNNKSLENYYFTFCLYPWIIPIEFKYQILTMDSNINQRNQGDFIWQQIGLAPSLKLLI
DRNDIVNSALEQLSRKGINLKSKLSIVFKGEQGIDQGGLTREFFSILTQKLFDVQFTMFVTRNNNTVLWFNKHHMEMPIK
YELIGMLLGLALYNQVLLDVSFPQLVFKKLMNETVQFEDLKELDLDTYKALNLLSQYEKDDIEQAFAFNFSITEYDNWGQ
PLQVDLIQNGSQIMVTQKNKEQYIKLCTEYYLNQSIQKEFQRFHAGFWKVVDGNGIKLLTGAELQTMILGQKDLNMYELE
ESTKYDGFDKNSEYIRTFWAYIHSLDEQQKKRFLFFCTGSDRVPVGGLKSLKFVIQKHGENTEQLPSAHTCFNVFLLPQY
DCLNKMMEKLNIALENSEGFGLM                                                         
>Ptet_A0DW77_A0DW77                                                             
MFLFTQGFLEISSDILLQKFTFSGGKPQHKSYFENYVNQADTETLKNMLKFITGSSSIPFDRSSYVISVKFDSGLSDRKL
PLSHTCFQSIEAPLYKSFAELKQKLKIAFTIGCEGYGFG                                         
>Ptet_A0CMD4_A0CMD4                                                             
MSWKYLLENQFDENELQQYFIICKDDEIIELKQNGADILVNNQNKQEFVDLCIQYYSEKMISKQLGQIQTALYKYIPKDY
LNIFTAEEFEMILYGVSVVDLAEWKQHTTYKTPYADTSQQIQWFWKILSEFDQDQLKKFLHYCTGSYRIPVNGFSKLESN
RGMYSKFQIVPIDYKNTNSFPIAHTCFNRLELPKYTSEEMMRKYLRSIVLNDLEGVFGME                    
>Ptet_A0CQX5_A0CQX5                                                             
MTATFVDQINFEFISIAISNTTKHRIIRINEDNFVVDPILTLPINTACYFESNAKSYKLQGQLNNFLKQHEEFKEVFLIF
DDELDNQVHRAADRIIAENLGINNFIKGYEQFISNRNQNSINSQLQMYFGVQSISSIKISITKNLINKIEFIFAPLKHEG
ETLIKLKDQTLQVYSLLGENNIIYPEIDEVSFFFYNLIINFRDHHLESQITNDNQIQINFKRQPDLEFIYAFVDITLIAQ
YIHKLVCIIDKENEIKAINIQHTDEITTNNKYSLYSFVDDMIIFNYCKYYEFMFSNFILDYLNRKQINQIYKINQNITYS
GPQILETKLDLTSRAIFSGLNQTDQVELLSIIDMNMTIHNQDKANPLEFKELILIPKVDGFYINLFYIKSFQHPALAKYN
NQRQSQYQVGDEVHFLLHPINSSLSLDQQLQKLQVKLSLGQMEQKKYNLSQLLFQTSDLEHLIANCLFLSNNFVLVTIKS
DSRLKINIYSTSSITLSQQNYQFSRQLNFEYLISTAQDLEKTIHVSVTHDEKTVKVKLEKDDHTTYGKGHKQLMEILLKE
AKRNKKEIYQSVESTTHSSKLQSGNTINMLSNQDIAVATRAGVLRKDYIEFRDSNCNLVEQFTCGKVSFVHSIFNQIQYV
PEKERAEEGLNLIWIPTFKGIYHLFIDNVKIEGRFIILANVPDLEISVIEIQSKFEVIPFCETILIQFYLKDKFENCYGD
TENQIYSESNCDIKQVSGSQSISNLTFYNLTKDGNLNVNLTFDPIDLFVFNDTAEVEFFINNQLKTSQIWNLSGLGLNKR
IQRFQEVINQVWKPTSYNLNISRVNFLEDLLELAEKKLNYQFSIKFQNEAGIDAGGLKREFYDMIGNVLKDEKFKFFSPV
SSDQNKYFLHQKFNKQKNKERYALLFGKLIANSICNSYLIGIDIIAPFWKVVFNERIVFNDLNLIWDLDTYNNYEKLKTM
SEEELKSVCLLFTYSSDNTETELIAEGSKIHVTQENLELYLNKTAEYVIHKQFDKIYKSFIEGFQSVLDISVSYCEYHLC
ICQKWLMNAEMFHFTQGFLEISSDVLLQKFTFSGGKPQHKSYFENYVNQADTETLKNMLKFITGNQYDNSLGSSSIPFDQ
SSYVISVKFDLGLSDRKLPLSHTCFKSIEVPLYKSFAELKQKFDIAFTIGCEGYGFG                       
>Ptet_A0CKD6_A0CKD6                                                             
MNKIRQEITPFQKEIILYYQTSKVILISSQSLKTIKDSSKQLYVVSKQWFRQWQYYVEYIQGIAPNEKREKPGALNCDLC
SKENFLLKYPRDNSFNQQIIKLQSEDFILVNKLMIDVWGTEYGVGMTIPRNVYFNQQGVPSLNVNLLRQSVYINVLNPQR
GVLQVDQDCIIKQWIQLLCLAIKNEFQVNVEQIRLWKHKHFQADYAIKQLEKHQGHFNGEILNENLTIGSYNADLIIIDI
QIDGKWQYDQLDIKISCSEDFRHIYQKASKGCGKFICDRNYCKSNPIFSQIEFDRKTLQYYLIEQFKQDYLDWTTVCWNQ
INELKPIQQLQDNDNIVVALTELSIFPNSFGASFILNFNNCYDVINYKNSNPELNLSAIQLVNDVLDAKTLKLWMENLVS
NYKQSIYFVRAIIIIMHFKCFNNLLYQEGNRIIEVFLILSKEDKDLLSNYLKILPDEYFIRYTSTIIEIMGNYLKQQSKK
HIPLLKKTEIQFVKQMLELLQVFYNSNKTLKLLNLTRFQISEIATLYPKYGNQLEYIQFDSYSIQNLERYYFTFCQYPWV
IPLEFKSEILAIDSKMNQKSQFQNSFMFYQPFLQLMIDRNDVVTSALVSLSRKDINLKAQLQIVFQGEQGIDQGGLAREF
FSLLTQKLFDINFGMFVPKNNNSILWFNKNNMEMPFKYELIGMILGLALYNQVCLDLQFPEVIFKKLMNEPTCLEDLKEL
DLEVYKGLNALAQYEQDNIEDVFALNFTITETIRDDIINVELLPNGTEIMVTQQNKHEYIRLCTNYYLNLQIETTFNSFK
QGFWRVVEGNGIKLFSGSELQQLIVGQKNLNLKELEDSTEYDGFDYNSEYIKQFWTFLRTLNEEQQKRFLFFCTGSDRIP
VGGLKSLKFLIQKHGEDSEQLPSAHTCFNVLLLPQYDSIDKMIMKLQIALQNCEGFGLM                     
>Ptet_A0BND4_A0BND4                                                             
MINHFLHNWHQPVGDPIEYEEIKRYDDGRRRYDKTLREKGGIEYYLVSKKFVKQWKYYVDYYEEMGDQQKEARKKPDKMN
SDLQSNEKVFKYIPEDHVYNSSIRYLENEWDYEYVKIKLINNQILKEVFDLFKEKYSSIEPQKRIGFYQENEKKKVVYPN
LARFTLIYQSLRDNKIYSVKAQVDHHSEIKSWLDLLKATFQDEQKQNPITNIRIWLPRHQNYNVDLITSQLEQTMLIDGD
VLQETLMVFQLQSKRDNCLILDFESNKWQFNKMDEQQQIELDTELLFNRALNGCGKYVCDFPHCKLNNGFLEQDFSQDDI
KGICQQLVENEEVNWNQLCYQGKNINNKLVPLQMSEFQLDLPEAIIKISQQLEIFGASFVENFYNKSGVYAIDLQNADVD
TNLIIETQSKFFNYKKGFTLIINILFSQKEKNYEPLTNLYQLRALYLILQFRQFLEHIVDEKSQIILKIIRRLDVKQKLQ
LSRWFTNLSKAEFEDTTKKIKKLINSEILRQQHTPLMPFLEIEDTYKMVGLFELFQILQKSNKMNTRLQSSEFVIDLITK
LYKQDADKEEFSQFRYYAAKQWRNYSFTFCLYAWSIPIEFKSKLLSLDCKVKQHDSMSHSVKYHFTGQAPYLSLQIERNN
IIESAIKQLQITHIPLKNPLKVQFIGEQGVDEGGPKREFFRLMMEKLISPDYGMFIPKNNGTVYWFNPKSFEMPIYYSLI
GKLLGLALYNQVLLDVRFPTVLFKKLQNEKVTEEDLKELDMEIYTGFQYLREQTDSNLIANLALNFNASYVVWGEAYFDD
LKPNGFQVNVTKENREEYIELYTDWYLNKLVKSQFDLLHSGFKSVVDGDGIKLFSGEELQALIIGLPHFDLKDLELVTKY
DGYDDKSEYIRYFWSCIHSLSIEMQKRFLFFCTGTDRIPVGGLKSIKFVIQKHGEDTEQLPSAHTCFNVLLLPLYKKKET
LRDKLMISLDNAEGFGLM                                                              
>Ptet_A0DM58_A0DM58                                                             
MGNCLKRNQTQLQQNQQCPKCLMVFLAQSSALQYQQHVTNCRVRQIQNPPAQLRNVQVGDVVIEPNHHQNPNPNPNPNPR
TTPHYIQEDFQNRKQKYYWCKELLPGSKIKYKWNKKLTPPMPAANVSEMLALPWVQIKNSEFPIKQTWFRLQLEKKRIPW
QQGAETLSVNKESFLMTTLNMYKEINWHKEVKVHIDGDKVLDAGGLLREWANLIMKEIIHPESGMFQIADCDDVSYKINS
EADTDEHIIDCFKLLGIVVGKCIFERIPLNIYFDRSIIKHIIGQPIFLEDIYYYDRQLYQSWDFLVNNKFEADDLSEYFV
VYRQSKRDYYELKQGGQNIQLDMDNCQDYVNLCIEYYTYLSVKPFLTAFLSSLYSIIPKQLLSLLEPLELEMILYGTPFI



DINDWRDNTDYKGAYYRTHQTIQWFWEILEQLDQFNLAKFLQFCTGSTRTPVEGFRKLESNRGNCSKFCVESVPFTKASP
YPKAHTCFNRLELPMYETREDIEQHLKAVIQADLDGQFGME                                       
>Ptet_A0CNH3_A0CNH3                                                             
MLSQVELKYDPFLKEIELYSKTRRSLKAIKNQGQELYVVSKQWLRQWKYYVEYIEGIAPNQHRDKPGALNSELISNENFL
LKYPRDHAFNQKIIKLQPEDYVLVNKEMINFWENEYGADLKIARLVHFNKQGVQLSNVNLLRQSVYINVQNPKRGILQVD
ETCLIKNWIQLLSAAVKNEFQIKVEKIRLWKHKYFQGDYAIKQLEEHQGRFNGEILDENLKVGDCKADLIFIDIQTDGKW
QYDILEMKIACSEQFKHLYEKASKGCGKFICDKDYCKSNPIFSQIGFDKKTLQQFLIQQFKEDTIDWNNVCWNQVIEQKP
IQQFEGDIVVALGALSNFPNSFGASFILNFNNCYDVINYNNLNPELNLQVIQQVNNVINVKILGQWVNNLIANQKQNIYF
VRSIIIIMHFKQFNVFLHQEQNRILEAFLTMNAEDKNLLSNYLTILPDEYFIRYIQTITEIVGTFLKKESIKQIQLLKKS
EIQYVQLMLELLQVFYRSNLIVKRLNPTKFQIAEIAKLYPKYGDQLEYFQFDSYIKNDLERYYFTFCQYPWVIPLEFKSE
ILAIDSRMNQKHYYESSLMLFQPFLKLQIDRNDVVRSALEALSRDDINLKAKLQVVFQGEQGIDQGGLAREFFSLLTQKL
FDLNFGMFLPKNNNSILWFNKHNMEMPIKYELIGMILGLALYNQVNLDLQFPQVIFTKLMNEPTCFEDLKELDLEVYKGL
NTLAEYKQDNIEEVFALNFTITESVWDDIIVVELLPNGSQILVNQKNKHEYIQLCVNYYLNESIKTPFNSFKKGFWRVVE
GNGIKLFSGSELQQLIVGQKNFNLQELEDSTEYDGFDKNSEYIKQFWTFLRSLNEEQQKRFLFFCTGSDRIPVGGLKSLK
LQIQKHGENSEQLPSAHTCFNVFLLPQYDSIGKMITKLQIALQNCEGFGLM                             
>Ptet_A0BZ50_A0BZ50                                                             
MGCCASAASQISLPSNHKPDQQRIHTEQSQGNKEEDKQQIQTQQNQNDEDDRDIINENQKQDRIGMVVIPLKMKPIQFRI
EGVDEDGLTTRERKQLEKQKQIAKQQEENEIELKSSSKPKVKQYLINLKKKFKSQYYDYNEEQMNIVLEVEILLHNKQLN
LDSLNEICQKYNKTLIDVISLKNQQNYYLIELILIYVNDFEIIQHVLLNHQLPDGQILQTTAHRLINKLKPFFSSKEQLQ
QSIQFIQSIFHSEEVVRILHELEFTNIDSYVDLKNQDQLKLFGLISKLLIKSDGCFKRFVELYREAKKYLRFQNLSVPKC
IPLGLNTVRILDKAILLELQFSIFHQIALQNKWDMFMQYSNDYYLMPDITQVTPMMMLFQNAPISVINEYITLYPDTLEK
ALHFYKRNGKNLIHCLCLNTSKRSIEEIKSLIDSLNQYQDLLKDLLVQPYNEQIPLVTYLDYWKEPQEFFITFLSQHVQK
EFDFYQIYCNVLKSAFERNKQDWKDQRINPSSLYFQSMQNNKTPQRLRIQGYEEQNFSQYDKVYYQYIQVAKQVIKHKFK
INLSWINNFDVHSTHYPYEFSGIVRPLLIQLIQFDYFDLVKKQVELIKPNYQKQQIDNNDNEINIQSQFISKLIQIIKFA
SDRSQLTPIIEYIKQTISSNPQLLKTPLHGYFDARSKLNNSIYGFKDSRSKQQLYYFDCIYTQLVDLNDKAFESCYKVNG
LEFQKNELVGFQILRKFYLNNKLLLIDDEIINEIYRNITFVANFQQENPSLKEHQGRVIKQKFDQPCKDVINDKNYYNLI
HTTEEKIRTEPSSQVTYKQTSNRSDNRNNQQKSDKPTQKKVKRINRVKPIINQIRVFLVLKAVDIQDGPTYNFKEFLQFL
KIKCFEYQIKNESLFDKLCNSNQELNVQTLSKLDFNDNFGRFPKGLHLLDDYFDIYVSSKRWTSSLFINAKNIKFDFNFL
QAILEDQENQRNINCTIFKMKEDQLENIYNWEMGGMYVNFISPLKEYPIPKNYKEKAALYTIKNKKPFLASLITIKECYD
DLTQLYPQSLIYEWVISELSFRDIVQNKSFESLNHVLKITETSRKVLASFLAENFFPLDWKPKKNKEDIEQFNDNLLQLF
ENLDYTEDETRKELSLLRNCHLYSVINLKSYQKLKLNFQGMKLFEIIEVMNSCGDREVKSAILNDIPLDILANLKKLLIR
VCCKDQEMIFPMIKRVQLLNKADESKIVMRALLLLRFNQNPSKAIDILQEGLKKQELRDRIQIIHHFYMKAYNNRDQDSL
NRLLGFLDKDPEKNSYKMNFMLGNQFSVDSEYNNYILALRHSPCLVLNLQQYQKYVKQNKFEKIKLQNDFLQCLRNGLHE
KVEILSQLIGPFEQIQEKDNFCELIATMLIEANVQPYNESLKDRQGDFLDAEFHKLNEVERYYFFSQNHTYTLERKQLKQ
KDPMQMFINRAQQQFEQSKKIINHPVKRIEYIQKQEYQLLYAQNQAYSKQNQNYSSLFQSSQYSQLQNYDKCFELVQKWA
NQKNLIQKSPFYERMYALRYPNKQQVQQKEQLVEILVNQILLKQAGPKFLKHKSKEYIELLKANCTTSLNKYVKNNFRNI
RPQMLELFVSQFICEEQKYDPSNDDLDYIIMNMKYQNIKLVPIMKKKYKGLLELKFNKATQFYAKNEVNLLPTSQYDVSC
KKFEKRMQFYSRFVSGVGANLKKLKPEQVYLVFGKHNHILQKPQFSYENLVLALISGNMETILYTIQLHQQPNKLAFEQN
LFQLIILGNFNDNLVIKFFNKYIKDQVKQTNRIFQIDNQPILYYLMLMRRQKLFEEIYLSFMIQIHGQEKALQILKDELR
IVIGGTENQDILGLALMRKNYFILNYCEDVITKEHLQFIQHYDVNYFIQNKSQNNNTPLSKFIELYQKHLPLACLEFKSQ
CFEMKAKICENQLYGIHQDKLLDSRRQQIVQLISYEQACINFVLNLNDVYCFSSKALTIQMALDKWKILDQYHYNPLFLK
QVLLEYKQPDGSYQMEQGLYENLLRECQKYLIYQHPIFNEIATINPKLFLQLTSPEVLTISTVIVLNQALYQTPELFEYV
ESQYQAYIELEKQQDRRRSQKQKKSTKVENQIENEQRSQNQSENKNEENNVSQNVEQNQENVEDKHEEVTDDMADKMVDE
MADEIADKMADEIQGQEGDDKPVQNRSRDQIHKSILYAFYLLMCIQKDEYQEWVSKSQQLKVVVEIYSILVKLECKTKQQ
KPYLTENSKTFLFSQLNKDYQFKEISYFEQILENEKSKELAILRGIICIQQINQIMKGFIDRLSEEITTMNNFKKNVYIV
FGDQQITYEDVGFIIPLQQLDEGFYLSEEKIAQAIPQLKIANYQMNIDIELIQYQEVQENLKSFDFSSITTVDFSEIIAN
AKENVFEKCLFFKELMEQQFEKVGIYQIDDVFAPHQHEQIRQTDMQLFQTQGQPPSLIHQSQSQMGVSQGNQMQRQSHMN
QQQIMKEDFQFMFELLPDNTYQVRQQKKQKNQKELIFAEFYNFIQPQEFIANYNGDAVISIIIQDFYKYNEYLSTLIEQK
QQQDWRLEFPFYIKNQHFVFQDQLFSTYNIQMILTKMVGFIEKVQQLLGRNEDNSKLVWRINTISFLEVIVSKLVELQQV
SYKIINIYSIFEQVFSWDTLIMILHQLLYNNLIKAQQVLKVIRGVYVEFNEQQGIQFVENDQKQGLDRIFQFGNTTYLLY
NHILIIRLNIVTASQRQQKIQQVESAPQIYQRNKSVFKQDPFIQEYFHNIINEYDFYNQIFNPEQLIQYLFNKLDVDRHL
LQYSNQLSKTLNKTITLSVDHQSLASIFSSEISKIYQNKNSKNRLKEMEEIWYILQKLNKYFKEDLYSFLQRQLKAERFD
EMFNIRLSCLLSALRQNQTLMNIVVSNTRQLQLKQKSKILEKLCPFTQKSNIRLVYHFGFQISKNYYVNNSKLGDVCMLI
FCENQRNNLEPGQLVYNSKPGHLLFQKIDSMNDELLTHEKITRKQQKYSGITASSKELRYVQIEDLMSIVLFQPIWPSDP
VFNASILNVFFTDQDGCISICNEPKFLTIMSQIQCEQDEFTKQEMLDNLFGVGLVSTYSDLSLTQLTPIFPDQINFDFTA
MHQLKKQQSLVQGQNVFVRINGDKFKLDQIEIATVNIACHFETNEIAQQALKTFNKFLKKNSEITNVFLNFDDQFNQNPE
FYVDCILVGQTIFEAFQSGYQNFKEGYSYPKINNSLQHIFDIESVQKIKIDFIKTFIEKIEFIFEKTYDNQKPLIQYENR
TLKCYTLIDENDAAQVPDQGQIAQFLFNLILKFQVYKVDSYFTEENFHIQQVGDIQIENIKTVVDIILLAKYLFILLKLS
DKNIKLKMSILSQNEIKSQFKNTIYQFDQDGSHVILNYETFSDFNICDFFLDYLNNKQFYLSNRYNEKIKYIGDDVILNH
FDIKPRALLSGIENHQNVEVQVYNINKGRLQNLDNIDPEEVDQLYLIFKVDQTFQVFQTVIFCTHKLLISGYMDQSQHLQ
VISNSQYLLILDLDSNKAIEPQLSKIEVEKGKLKTNLQNLIKKDKKKEKLQISYKFITNQTILVEFYSDKIVTIKLSSQQ
NRMSMIEEEFDDAIEFSFYTKHTQDLSKTSHVKVAIEGLEKDIEFEQEEQVPFGFGDAKMLKLLLKNSSSKADGELYHKS



CEPLTHSKELQVGNTINMLSKQEIQAASRAGQERIDSMEFKDSLGNQVICFSYTSVVFVHSLFNQIQYVPKQKEENFQLH
LTWTPTFKGVYKLYIDDVRVKGRFVILANAPNLLESVIELPQELHTIPFYEDIPFAFQIKDAYSNIYGDIENDLYLDCKC
EVVAPKEVMLAVIYQNLQKSGSINAKAHFIPQSVEINELQTEIQFLINNEKKLVKPIRISGICLEKRKKNFEAELDKSFK
STPYSLKIRRLNFLKDLLELTDKKMNFNFSITFQDEPGIDAGGLKREFYDMIGNTLKDDTYKFFQPVQGNLGKYFLHSNF
NRIKNKKDYALLFGKLIANAIANTYLIGIDIISPFWKVVYNEKIVFEDLYLIWDKQTYSNYANLSSMNSETIESLYLDFT
YQLGNSTIELIPNGSSTAVTSKNVHQYLDKTAEYIIYKQFKDIYKSFIEGFTSVVDLNIFQKWLRPSEISLFTQGLLEIK
PEVILQKITYSGGKANHKSYFETYVNQADSLTLKNMLKFITGSSAIPFDQSQYIISVEFKNNLDTRKLPLAHTCFKSIEV
PLYANYGQLKQKLDIAFTIGLEGYGFG                                                     
>Ptet_A0DH95_A0DH95                                                             
MQECPESTFEENIFENWVTLRTDKSKQFYISYIFKNGSKIPVKYEERLEYINKLIEVKCTESELQCESLIKGLIKIIPSP
LLNWVSAEDLELWVCGRPIVDVDLLKRHTRYSGDLNENSDRIKFFWEALYELSEQEKLRFIKFCWGQERLPANDEEFDRN
QIRFMIKPSTVNTKQPNKALPKADTCFFNLELPNYSSKDILKKQLLTAINLDCDSMNADPRVNLDPNARHRRNRDDDEDD
SLFEEGEW                                                                        
>Ptet_A0DD14_A0DD14                                                             
MGNRSSNHQNQKIGHEARCPNCDRKFGSSTTYNVLNSHIDQCLQHAQVQNQMGFQMPQPHVQLGDNYIWIKQNNKWKRVQ
SQVNGGQIQNLKPTDVQKRSFAEKQVWFNMQLEKFRIPWQLGSDKLNVNQNDLLSSSLNSARGVDFYKEVKVVFQNDKVQ
DAGGLLREWLTLIFKEMCKEIFVLTETNDVSYKIARQSLYFDLVGLAIAKALFERMTICVELDRPLIKKLLGLEVTLSDI
EFYDKGLYLSWKYLMDNQFDENQLQQYFIICKDDEIIELKEDGANILVNNQNKQEFVDLCIQFYTDKLISTQLHQIQTNL
YKYIPNDYLNIFTAEEFEMLLYGVSLIDLDEWKQHSIYKQPYFENNQQIIWFWKVLAEFDQDQLKKFLHYCTGSYRIPVN
GFSKLESNRGMYSKFQIVPIEYKNTNSFPIAHTCFNRLELPKYPTEEMMRKYLRSIVLNDLEGVFGME            
>Ptet_A0DBQ1_A0DBQ1                                                             
MEKRFKKLKQNDTEDYSWIENTSKPLIERISEFAKCKQLQDPKYLRIISETIDKILEAGVALFQEQNQNPCIELLGECDS
IQIWNLCLLCCDFIRTCGNPKIVDMIFSYEHLVTLIFHNPDYDLSKIYKIVECMQFLLESMNTSKACKFKIEFFDKVLLR
FMYINAFFQKSIFNLSDQDQTELFQLQMDHCILKFTFPSDDMINYSRYLEMNNLRKILKCPPTTREVQFDSTKNPYEQSL
QIIKENNLQKDIILFDQVFIRLLCHYSGNELLIQKMFISNYIFHFRCAFQDLQLINNKLMLDITNRLIDQKDYLFLLIRM
ITINKDESLNDIMVQSLQFIKSKQIQLFEHNTFLEKLWLFELQGIQDSLMEWKQELQVAEGSFYEIKLSLSSKFQQIFFQ
QLLDQQFTQLFKKQPNYQQWNSMIVQIIKKSSLEDGSTKLPYYILNPLLTYSVNLIIELPGNNQNQQLEYQLETQIIQGL
LDILKNCCGGHQIQLQIRGFQLLNQLIAYYKQEFDQVQIQNAQSEFMMPVPERYHKLLSDIWSNKILEDTLLKSQLNEQL
YTYLITLLAMNMGENPGRVREFYENNSLQCLVQKIMELLKICSRGSHLIVTIINLLIAISTNEQAISLALSSNNEKDQQK
QDNLIKQIFDKCYLPSIELLHDPTVSEDFAKKIIMLYSQSLLAKKQIEKVIENTFVSISQLVDLSKDKIEDIVSNQEKLS
SFYGYSKSLQALLQLFMQLQPEKKSSSYRQFQGYEELQLEEAQRQKDHLFNSLLKNQKFVEALEKIIMSPILIGSKNKDK
YVEHYVGILCKKNKLNPFTSLWKELDLISQNYMIIGDQKIIDIGKLVDYDALSVHMTYKYFFRKIIKHISPQTYRGFYIL
SRFHLIHYLIKICVSQGGIQHQDINLLIPQLLQIYFLSSQHAGFHESIMMFMAAKSQISKFQSSFDEDTQIRRRISKDNL
IPLQESCLDLINKLQQQATAEQKEFLIKKYGEITQLFFVNFNEKYQQIRESQGLKLISHVTYMQDILKSFKFFLNLFQNL
EQQNQPISFTFICYQNKSFYLDIIQMMKYLDGIQKLPQNNTKEQEIVKKILPSFIEALNLHIDNIIKQSIFRKMLLDKIQ
LSDHCIIDPQQLEQVSNELILSQTHLLRQMIDILLQSNCEGPLKNLFEQLIQRFYLMKDTQIQDFRKVGGQEQKDQVLAQ
KELIQLLQGNEVKEQKKSIFDRPEIKLILDKICEMGINQKLAKKAIQRVEIPEPSMIVDMIFNGRISDDEDDLDDLLFES
ELKNDNPETQVVNQQIQNEVKNQPEQEQNQKNMTVIESETFLKILNENFPLYDPQLSIQDRISQLINNFQQKLDETINSL
LDQQLTNQRPNNTQLEYLFTIAKKQQHIQKILDFIFLSLQAMRQLQQTQDLNQKMNLFYNALQWLALLQQISQQEHEKIY
QNVALIDLEPQKDLKFVLSFQEMIKFGFALLQEINDQFTIFSQNEYEQLKLINVKELSSVEICKRAQQITNDLNVFYENK
YSTLRLFCKELQEAQKYLTKFVMNLQNKHDQLIERYWNQIEIYVQFLTQLCTVNLHLQEESNNAYNLLTDLDTFIKNDQT
LKDQGDTTQNDGHLYQLIQRRFIYDKSVITQLLQCLNNFGLHNQNKLYQILMQKQKQDNQSLLDVLLHFKIQSNNSEHEE
SQPVFLENLLYLIALDNRTANDLTLLILKQVMLNEHIDWHAQQIKSLDELNQVQMPQKYIECPLQYLLQFHPVLVNNPIV
YNTIIEQQGLSITDKFCELSRVHAAKQSSLQMTGKLTKEQEKHLKEKEKEFLQQTQTDIVIRYEVDHVIEPQLNSNIINL
INIIAQTIVDRFFEENFVEKVFNIKLTKYKDEKRAYLYGWDQLLRIIEMLIIKIPQLILYLRQLKVQLPIQINTEERQVT
FLEFVIKYMTWVGIDKLSNFMHNYLSDINLLSVGYGITLGQEVLQLLLNELKIDHNNILMKYYHILQLLVLFTQTLTLQN
CLLILTDQRSQLNIVPKIISTLNSVRECENKQFVKLYQQTIAKVLEPFLQSQVYFEHLKQGRYGDIFRLQQNITENSFQF
HYLNCLRNQLISYQLYPGFKSTPGSAQHFVSHPLVQQTLKDEHQQEIVWPLYQSRRNFNNQRHNNQKQQDEDLSDSDSDQ
DIVQIENTQIKYKANYSNINSWGEYYSYDSDFMNKCSVNREEEKPHKENQQSIFPQKDLNILFCSLDQKFYNFPLPNFQI
TTKNIVYQQSDYKTWITSIVGLYFSSNEYFENKKQLISKAYETQLKHIVEYIQAINRLLHTQASKQVEQLQQYLSYYLNG
SLSYLQIQSGNSCFYSKFGQAPNQLQQDYQANSLSVNINEPSLQQQRILTQISCNVLQSRVVLNGMPNDLHDQGLLKAKL
QSLLHPEENTNLKGKLIDIPKRVLIIPNEQQLQITDNILLEMLMSLLVDQNSFIQFPFNLLRQISKCSRLGFKLLIQLLI
LYQEQKNNLELTLKILYLVSQKIPSNNLRDLLSEQLQISPILNKREKANLAKGQQIKEQFIIEEENIDEQSQDDDLENPL
VFLINQINIYCEKNISFMTLFHSPESHIPIEKNILLTPLLANQTNLHLSYLIQIIRGSLMITTEEKEKGKKADDENLYKM
MRRQAAIYNGGIDESKIFDLFSQLNRNEDIQFHDLIFKSFGDKNQESQDTWDQTSFTFKSLQFRQIDQQSQFRQVSNASI
IQMQPPQAPQPRQIIPPFPISSMSILQQHQQLQQFQQLRQPPQQGQQTNQFKIADEKQQQQQQQQQQQQQQQQQQQQQQQ
QQQSKNEEIDQNELNSQIPKRERKVSAKISHVEIDIISSLCKNLNNPLLREGNSNEIINILNSYANDKLKIEHAINELTK
YIIQQSKIFNFELDKKRKQLREITKQREKIQDYDPEQAQFLNNQENDIIKELNQKIPDPSIIQRCFVAITGFLNLNLTLT
DQQNKQVNKPSSTQTRQQIQMDKKKYKLTQQGKSVDASSDFDTSAKKDIRARFINVLQTRQTHHLWLNVVETLLLIFNYK
GSRSLEILQKKLYPLLECFIRLYQNVHEELNSQEHSEKTNAETNFFERNLSGSATNSLQFGLLQTQTMHLKRSFSSVRNE
NEMQMKIDELFTYLCINGKRIINYLINQRLQQITYDLKQSHSLNPIKLFKEADPLGFVFFKMSQIVSFENKKHFFEMDLE
TLKINDKPNQRSRGRQSETIEFNVVRETRLQQSLEKVLQVEKNKFRKSEIKIRYQGERGQDEGGIRKEWMTNLVKDILQT



DKFELTTKRFYKINSNKKSTEDKNHYKLLGRIVAKSIYDGLLLPVYFIPTIFKMILQKKPSFDDLEHYNEGYYDTFIKFM
NDETQVQYKDLFEFWIPEEYAQLIEQNKKYIFTDLLQEYIEKNPIEPKQDQLNEQQKLQDQQQQQQQQQQQQQQQQQQQQ
QQQEEQLQQEKQNQAVPFKQDLMQYFKQKQQEQEEPKQKKQSEDITAEDMENREKKRLIRKNKRKQLSDEALKQIKLQDV
FLQLSSNVTVKHKRLICEVISKKLMIEEIKEQILAIRDGFFDIVPKEYFSYMDWRDLQKLIIGVPSVDVDDLQANTEYVN
YDKNNQTVLWFWEVLKTLSDSEKSDFLMFSTGSPLVPFGGFKNLRGPNGPKKFSISKDFNSEHFIKAHACFNRIDLPEYK
SKEMVREKLLKSLKESGSGFDLS                                                         
>Ptet_A0BRN4_A0BRN4                                                             
MGCQFSKPSVNEPQKIKPVDDIVVIPKKDTEIQNHGTKVQNETPVKQSQTQHQATQVSNKSLSGELILYPQTTDNLEIFI
KLGTKKKLIHLQARNKYIDTVEEIIRQIQLKSLTFSNFQSICQKQDLKVMDAMFLRNDSDETILTLILTYIDNYEIITEL
LINHKLPEKNYELLDLAVSLLRKFRPQSQIDKIQMTIEFLDEVKSNEQLQKVFNSFEDPKIYRVKNAIMYAQNCISYFNH
KKQIHLLLFRKIAKLFKQSLGELFQKQYRSWKQSFAFNHLKIPKAIPKTTSTVTNLTKIELQILNYSLFHEIANKENWEL
FVQYSNPYYHQKSLDQRTPFWIFFQKAPISIIVEYIQQYPKQLEQNINYITTQGLTLIHCLCKNKNLKQSDQETIKKLID
ILEKNSIVKTLLNVAYQDQIPLVYYLDTQRVISSDMVNFLSSTLVKQFSIDNLEMESYKIADSILNGKTSLRSSLPHFSN
LSKVQLIQLITKKKQLLFNKDEKNKQTKEYQNFTTFYQHYIQLAKQIIKYGLFEQFPWIQNYSIYSSHIPYDIGNISTSL
LYTLLVSKRFQQLKIQIESICKSIDSQQYQQKNNLQECQKLVQQISRVLFIYQELFNYPECQELQQLISDTIYNQIQKNP
QIIQNKIYGFQKNESMADNLYLQYIMSIKAQKEEYNKFINMLIERLDKNLFKGKEIKIKILFQNYNNFQSYKLNLLEKLL
PQQDQLIIPLEIQSQNIIQDSVSDENFQNYYAFKNILQEIIDKDKQFYCFIKGKTVILRSNSICQLLLDKNSKLHELYRG
SFFRLDALWRTSKFIKYDKQQIIPYILDQQNLIVQINTLEQNQLEQLFDWQLYGMRVKLNLNIKKTLAKLSVKLSLKEQV
IYNQIKSNQQFWINLIIYDELNSEVTEYFNRDEDKPQLINYDYFPLSEIISNNSYKNLQFLIQLKKISQYELVQMLAQQF
FIRQTSVVIYQPLKEKISLFNAQMKLLIEQISTNTFEIQKSDICILTKFINYLEVDTFSRFNKQLLFDLIKHTNLDNLIN
KCLMYQQVRSKEYYFSPEWQDQMIEIILDIWKENYEELHDRSYYDLGLAQQRSPAVAKWMCERQILVDKSKLAFATNPLY
FYFYSIFFPNECFEYLEKIKLNFWMIRFLFGYFINLDQKAYPNKKKLVYQMINLLRRYGSIQDKPFISNIKNYDSFFDDT
RIFQYHPNGAQGISKLQENILFQRSQFKYRSEELKYMDVMDFQEYMILSKQEYSQFIDTINLDENEYLEQISFFIHAGVK
DKLQVIFNKLKSSESFQKIYNVQIFTKKKCLEHEFGFKFDFEFEFEMEIQLKFPYYFSFQKLECDFVNFKQSVDYLGTFK
YLNEELKKQKLEQSLSVETIQINALLDSLIFPNTDQIKMNQQLINILIQLYQTRKSNSKFQFKQVQNRRFSEFLAERADL
YIKLLGTNIQNCEVKFTKIYYFTPFQSAFFEQLLILLSQDKNKVKYNVNEIANLILKNNFKNEQFNKIIQNGAMNITNVN
SVCKYYFKKSNLIKSITLNYEHNCYQAKFQFLKSCMTVEDFSFDKLQITEIAFILKAHEFFDNKLVFNQKYLVASLLSNN
LETIIYAMELHKDPVKLGFEQNVFQILTIYSNEKDIITYYNKFVYKKISDNKRLFQLNNVPLLYYIAYKRYSRVFYEVYL
KQLQLNLKENDINQFISEQLQQVCFESDAKIYQIALQQKSYFLLDYMKSFIKAQDIEQYVYIYDFNVVDRIKSYPIQSQI
IQEFIKSYQQTEKFHKFFHKQEIKLPEQGNKVLDDQNNARKYQIELLIQKEQATLMKIFGFNQEILKFVEIHHGFSFLVF
ELVMSQLSHCKGNPQIIKEYIKDNLSQNKAINKDIINLVIEQVQGQYILDHPVFQEIIQLFPTELQNSLKPQNLILENSL
ALALGQNQSNQQSLAEFITKQLKELYECQDDAFEEYMDANILLVMKLINKPQFTLDEQETFRYLIINLPEQILLSTIQFL
IQNKSYEKKEITQNTLDFLVCLISKRIIITKRPQLWSIVSNCNNYLPAFSEILYLKKIEKLCEQLKNYLIYLGFIQRDYQ
PEFIVKFENEQMYQSDDQIILPLEYNKDELYFSQEKYDKLIEQLKKIRLEKNIKENINEILNLSEYQQNDILGLLEGNYS
IDDMEAPHLGQQNTFQKQVTQFDKQSTIFEKKQTENPNSKQVKQEDIQFIKQNYDFMLELVNNNNYKVRDSKVNKSQIIF
MEYYHFFNPLESIVTLEQCTEAEFLRKYNGRESISFVISQFYQYHENLKSAIANEDLKQWQINYPYYVKDEKFYSEKSLF
STYTIQVVFQKLHQFHENVKQYAKNLGDVEKIQWRISAISTLEVLISNMIDFNTYDNKPVDILSLLDSILNWNTLIMILL
QVLYCNMLKYQNILSVLRRIYVEFNEIQDLPFENTYQEGGLDQYFRFGQTHYFLQQQTLVVRLNIMNIKKQPQLKQQVST
NRQNQSHNFLKQQEIDYYYCNIINEEDLLFQIFNSKQIIQYIFAKLDVDRKLQQVSQNLSKMLNKDVIITVNHQSLLDIL
QSEIQQIRTLKDRKQQLRMQTQIKELLIKLSEFFLDKSEQLLIEQLQSHNFEYQFQTKLSSLLHSLRQGFNRSQDELPNH
RKIVAVQKAKVITKIRYPNRNCDKIISLYFGFQLKPNFYMSKNQIGDLLIVVHKNEYQYLQTTLCQLVDNSRQGKLVFYQ
FDESSVSTLSQEQLEQYCAMSNKMRKKDSEDDRIEIVDNEDIIAVILFEKGWPDDPDFINNMINLYVTDQNGNLYFIHEQ
RLAKKLIQIQETDSESIKRQLLDIAFGKNQVQTYSQFTVAEIIPIFPNQILYEFESGKTKQSKTEVTNCQKMIIKINDID
FQIDKLKLDLLNIASYFDSNDIAQYHVKQLTQFKESHNELSKIQMIIKFSDDFNSNPSYYLDNIMQSQIAFVEFQQGYET
FFTDKYIPQVENALGFMFDINQQQIKKNLLMSIFKVIEFTFDLTTESNNQLIFFENGVLKLKTFLIQKEEITKKSQVPIK
TLSIEVPSGNKIGQFLNQLIINFTKYNFSDLLMEKAKFEIIIDQNYEKQFEQEILILLLMTKYLHKLIAIKNDKKILFLI
TQQTQKSIQLYQFSKDRNEVQLFYERFQDFRLEDFLLDYLNNYTNQYQSSYNELDKKILSKNQLMMQSMILSADDFIRKE
KQQVQQSYELNIHYGLQKIKKLEGRLDPRDFETAFIIVKGQVYQKVVCIKSCQKYSPLVQYLKQNSLEQKCGFPIYILIN
GLQEYLSLDEQLSKIKIITKNNVERPLSYFKNYSTTLKAKVKFITSNIIFIEFNCSKPLEFTIQTTQYQVACIKQDYSSE
IKLKFLPTQDSQMYKYYHTGVWFENEFKNIVKNEQQNKIKEIVSSTTKFLKLIMKSLSVNEDMKMQQNQQNINLNQILSN
NVLNIQSRQLINQSTKVGSERLDVIEIKDNFENMAPNFTLQTIVFVHSIYQKIQIVPNYTKEDFGLKIYWEPQIKGIYYL
YINNYKVDSYFVVLANSVDVEKSKLDFPEKLKTIPYYQEITFNVFLKDKLQNIYGSIENALNAVKIEVESSHKKSNIEQN
YSKLSLEGKIEVSLRVLPIDEDDITEVDEIELVLKINDIEKMKKKLELQGVSFEKNMQDFQRLILYDNEGKKIYKVEKQL
LIVRANFLDSLLKLKDEKLIGPLMIKFINEPGYDQGGPRKEFYSLIGNELKGENLKSEQYGYFSMLAPGYYYIDPKFLNI
PKKNDYAYVFGKFVANSIFNNHQIGIQFQPQFWKVIFSEKIQFKDLNGFLDPITFQNYEMMLSYDEKTLESLGINFTYQK
KKELIQLIPDGQNVTVNKENCSVYLDKVAEYVIQTQYQDIYTPFISGFQSVLEIKDLKKFFKPNDMGLITLGVQDIKPEQ
ILNILSFKGGQDYHISFFTNYVNTSSSKRLKELLQYITGSPTLPSNEKFKIQVEFKQDLKDTLIPTTRTCFNLIELPLYK
SYQEMKQKLDTAISYGLIGFGIF                                                         
>Ptet_A0D2G1_A0D2G1                                                             
MGCCCSIKSPSQTTLGREVECPKCQQLFPSYTTNHAFNDHLDNCLLSSQQNINRIEDYRGIKYWEKVQNEQGFQWVLKEY
NPSLQINEQNIQQEPFGQKQVWFRAKLEKLRIPWQNGCTVISVSQNQILESSVESIMKLKSRLLHGELKIKFQEDQKVQD
AGGLLREWSTSILQQLVDQGYLQKTDTKELTYKFNPNVQSNTIDKRQLFSFLGIIVGKCLFERIPLSSFLDRTIIKHILR



QKIVLEDIKYFDEDLFYSWQYLLNNNSDQLDLYFQLEYFGKTINLKENGCEIKVTNSNAQEYINLNIFYYTSQFLEPYLS
DFLTGFYQVIPKTLLRIFKPQELEMILFGLPFIDLQDWSKYTIYKDCSAEDYFIIWFWQILSTWNQAELSQFLRFCTGST
RVPVEGFSKLESNRGEISYFCIQASNFDQENPYPKAHTCFNRLELPKQIFGFVKFSRYEELETMEVFLKATIHEALEGIF
GLE                                                                             
>Ptet_A0DNI8_A0DNI8                                                             
MSKMPFSILSTIKCSSGKNIIVKKYQQHVTNCRVRPIQNQPVQSRNLQVGDVVIEPNHHHIPNPNPNPRTTPHYIQDDFQ
NRKQKYYWCKELLPGSKIKYKWNKKLSPPMPAANVSEMLALPWVQIKNSEFPIKQTWFRLQLEKKRIPWQQGAETLSVNK
ESFLMTTLNMYKEINWHKEVKVHIDGDKVLDAGGLLREWANLIMKEIVHPESGMFQLADCEDVSYKINCEADTDEHIIDC
FKLLGIVVGKCIFERIPLNIYFDRSIIKHIIGQSIFLEDIYYYDRQLYQSWDFLVNNKFEADDISEFFVIYRKSKGDYYE
LKKGGQTIQLDMDNCQEYVNLCIDYYTNISVKPFLTAFLSTLYSIIPKQLLSLLEPLELEMILYGTPFIDINDWKDNTDY
KGAYYRTHQTIQWFWEILEQLDQFNLAKFLQFCTGSTRTPVEGFRKLESNRGNCSKFCIESVPYTKANPYPKAHTCFNRL
ELPMYETREEIESYLKAVIQADMDGQFGME                                                  
>Ptet_A0EFC1_A0EFC1                                                             
MINHFLHKWHQPLGDPIEYEEIKRYDDGRRRYDKTIRDKGGIEYYLVSKKFIKQWKYYVDYYEEMGDQQKEARKKPDKMN
SDLICNEKVFKYIPEDHVYNSSIRYLENEWDYEYILKEVFDIFKEKYSSIEPQKRIGFYSENEKKKVVYPNLARFTLIYQ
SVRDNKFYSVKAQVDYHSEIKAWLDLLKATFQDEFKQKQISNIRIWLPRHQHLQVDLLTEQIEQTMLIDGDVLQENLMIF
QLQSNRDNCLILDFESEQWQFNKMDQQQQIEYDIELLFNRASKGCGKYVCDFPQCKLNNGFLEQDFSQDDIKGICQQLVE
NEEVNWEQLCYPVKSINDKLSPFQTSEFQLDLREATLRISFQLEIFGASFVENYYNKAGIYQIDPQTAEVDTNLIIETQK
RFIKYKGDFSLIINNLFSQREKNLEPLTNLYQLRALYLILQFRKFLESIIDEKSQIILKIIRRLNKPQKQQLSRWFTNLS
KAEFEETTKVVKKLINSEILRQQHTPLMPFLEIDDIQKMVGLFELFQILQISNKMNTRIQSSDFVIDLITKLYKQDADKE
EFSQFRYYAAKQWRNYSFTFCLYAWSIPIEFKSKLLSLDCKVKQHDSMSHSVKYHFTGQAPYLNLSIERNNIIESAIKQL
QITHIPLKNPLKVQFIGEQGVDEGGPKREFFRLMMEKLISPDYGMFIPKNNGTMYWFNPQSFEIPIYYSLIGKLLGLALY
NQVLLDVRFPTVLFKKLQNEKVTEEDLKELDMEIYTGFQYLREQTDSNLIQSLTLNFNASYVVWGEAYFDDLKPNGFQIN
VTKDNREEYIELYTDWYLNKLVKHQFDLLYSGFKSVVDGDGIKLFSGEELQALIIGLPHFDLKDLELVTKYDGFDDKSEY
IRYFWSCIHSLSIEMQKRFLFFCTGTDRIPVGGLKSIKFVIQKHGEDTEQLPSAHTCFNVLLLPLYKKKETLKDKLMISL
DNAEGFGLM                                                                       
>Ptet_A0D438_A0D438                                                             
MGCCCSIKSPSQTTLGREVECPKCQQLFPSYTTNHAVKIQNFNLKFNDHLDNCLMSSQQNINKTEDYRGIKYWEKVQNEQ
GFQWVLKEYNPSLQINEQNISSEPFGQKQVWFRAKLEKLRIPWQNGCTILSVSQNHLLETSIESIMKLKSRLLHGELKIK
FQEDQKVQDAGGLLREWSTSILQQLVEMEYLQKTETKELTYKFNPNIQSNTIDKRQLFSFLGIIVGKCLFERIPLSSFLD
RTIIKHILRQKVTLEDIKYFDEDLFYSWQYLLNNNIDQLDLYFQLEYIGKTINLKENGCEIKVTNSNVQEYVNLNIFFYT
QQFLEPYLSDFLTGFYQVIPKTLLRIFNPQELEMILFGLPFIDLQDWSKYTIYKECSAEDYFIQWFWQILSAWNQAELSQ
FLRFCTGSTRVPVEGFSKLESNRGEISYFCIQASEFDKDNPYPKAHTCFNRLELPKYQELETMEVFLKATIHEALEGQFG
LE                                                                              
>Ptet_A0CXQ5_A0CXQ5                                                             
MKIPIYLLEQPKEIELRMLKIIQEYSSCFIDDFMLIALDHTHPIHKLSQGSLSLILNKLDYQIQLAVDQIKLNPSFYCQS
LLSLINQMLELECYRKLFNSLDQLFDMLECSDNLLVYEQIMLILLKLYKQPQNTNNPQQKDLSNQQLKEYLPRTIYFTRI
MLDHYNNLSSTKIELIDYYCQDPNYQSLCEAPIEEFPKLVIEYMEPNLLNEAYQDLCKNGIHKIELNQPILIRNIEITDV
NSNTSLSLSKTYLNASNQNLCPLVDAMKYKILIDREFKKNQIPTISIVISLHIQSLLMYMLLYQFCLINNCGQILDQVFE
EQLDYEYHFKMYMKLFQLKTVDPLVLSIILQTLTEIIALEKQSENQVAYTIAKKYDEAFLQLIYDVLSMNPNSIEIEQTY
PLQYHPTILNESCAKNEKLAQSIFEIFSTEPWIKILSRSNIALGSSSALIRALQMHDNKLQLPSKSFQNALIFLSVLSRK
DNIQRDLRIFNDLIKIAENQINIDIEILQPTLMGYCKISAEEQDQIIATCIESINDHFRDDQGRRYNRANAPTFARQISE
SKIIKKLQHLLESSPQFYETIQQTLILVSHLANEVPTLIGRLIDSHLPQTLNSIIQQMEAAIIDNKMMTAIFSFYFNISL
NEEGFEQFNKFGMTFMKFIMHNVLVDQIHSSREQLSSLALCITKYTQKIDKVMPQVCSIVNQVIEELYLRLIENRQNLSD
WQANDQYFDIINQIQDLSIFIFKMFHYPHYTYLASLNSRGFFESLLMFFQFPSFEFQNDLLKVFRWLTQFDEYDNPNKIL
KKTLLAITQWETQIGDILENTQHAVTEKYYKFSLQFLKCNEKQIQQNLQMASCYSYVEYLLEILKLYLINSPQIDWDQQD
LITLHNKCCCLFRIILRSIKFDNFNDQTFKKSVFYPYIQNLKHIIVNSCNYVVRKKNEFNQIISLFIFMSQNLENENLWG
VIMYISTIEEFLTNLLESKVLPENRYLNLEFINQLLNSEFTKHFQKALHSYAKLTVSNQCANEQLKIMAKHFSNVIKALY
INKFDKLNQEFAQSLLPQQISDIQIMLEITQISTSDDIYNLQTVLIEKVMMILSPTFLQDLIKKERDRQNFFSFSSLRDD
FGEFNFIQRNDSTQAREQLRCMGFQDDAITMAFQNIRVPDVGMAATWLSDNSDKVEQNRLEIKESQKNEHSKGSIVDVIQ
NKQRELKSYIQTNILYFSSFEETLFKVFDGQMMPSLLMCLKQAVQEQFKLQLKFKDCELKLKKPFNNNNIKLIITILHYI
YKQQNLVQEYDYIVIEMMKLIQELLKYEDEQTIRAVNHALAILTIFITDDYRQQKHQHDILNDILLGVLNILKGKVQNHT
TSKICIEILIRTFQINKENVCKFISQMRGLDYLLKVKGDSKNNLYSLTRLMLSVVHDFNIVIAQIEGKIKKILYDQESNE
EIERAHKQISQQQSQHLMQISHQNHNPSCFQPIHYNIQIQNQIKLPKNNQALRAIQNQVFYKKQIQFVMNSLFDIQNNYY
ILKKGILLYTFDCIEPSSFYKHKDSVNSRRSNKTQYKNKKSEDKQQLQSNFQHTQETSILLKLLIEQIIVSYFDKTESYQ
FQWSTICQALQALIRLYPILIPKLVRINCSKFLKPYQKQLGFDIKGAEFPRKISFLSLITKIMKPIKNLLFELCLDNIIL
NQTSNNSIAPFSIEIRRKIINQIYDGIDQRIKSLDQNFCHLLDALVFLIQIRSVAKICFKNVNDPQNSFNFIKLLIDCIK
NFDLKQYYIHENQLQILNQTLAVLFNVATYLLLYKQTQIVKYRQHQVQHIDDFQLQGMIGQLIPENINNQLIPNQGISYK
DPAKYFIKWPLPPLSFHQEINQNLRQDQMDLQHLWSPFRRRNRYLDTEIFDNSQDEEGEFELDNEDNDDEDDDHEIQSVE
SRYDSSNIQESIEEEFDQEVNSWVAIGNNQVEAEDPQNINLSQTDDDDQPGEIDQDVEESSDSIDESASYSHLQIQNQQQ
IDQEVIEQNNQELNYQKDFGQNNQNTLFFQPNKEIMNHYHPLTNKEELAFMKMTKSIIQFTGVKFSPQFTKISSKFSLLL
PENKQVENYQLVNWWTELTQVTQQRVIQEDRDLPQQDLRIQPSNIFRDRVRMDFQRMDDDGSLSQVQEQLSFISKRLFRQ



TISLWCQIRLTKTISGINYKYLDEIFKLELMPVQQNQSQYQTTQDALNEQVQQQEQFSAPRFNLFQSYNLDQANQDIAAF
CPIWTISDFQNVGQQDQTNNEQQVINQLEIIEQQQPVQQQQQQQQQQQQQQNNQNYQQLYPKSYNLLKTQGKTIEDLLKN
DIDPAVFEVLNEDMMMEVILKFPQEIDGIDHQFLASLSQQIRNEIIQLSIPINQQPTPEELNEPQRPFLNVRSHFQQFTG
GGNIIPASQSIPDDASNHPVRFNFSPMHHNGQNIFNLESREMDFLQQIQQKKPHLKSQALKDLLSTQRHIIQKLGTVKHE
FPESLLSLLYVESHSFINFPINLFISLCNIQNIEYKLIDTLFLILKTNKYKESQIKSFPPQFLVKRNGLVRDFSKIYNVV
SLKVLYLFSNLQTSSINYFFQSKKQNQSPENSLTIPLLELIYLLPEFQGEHQELLILAITNISTKQKEINQFKVKLDQRS
VECICKTLLSNASKSVRNFSNIIQSLCNNKENQLLIVQYIQEYIEKAIKEINQKFQKSDEIFNGDKALINIFQFVRDINA
KVGEKNSLSINFKELLESKELIELWRNLIKFLQQLPQSQVIKITPKISPYLECFFIIYQIVNPIKQQNSNHKESQKIALM
EGQYQELEIQEQKLHDQLFQQICESGKPLLNMMIKERLQEQKEKGRIKNDSLGIIVTKNPRIVDFENKQKYFKIELKQLK
IQNNRHHNCNVTVRCRRKDIFMDSYHRFSKLRPEDLKGKLNVEFDGEEGIDQGGVTREWFLMLSKEIFNPNYALFSPSLN
GQMFQPSNKSHVNHDHIKYFKFIGRVVGKALYDGQLLDTYFTRSFYKHILGQKLTINDMEDIDLNEYKSMKKILEENVND
WGIYWTYSVDNFGKWEERELVEGGRSKQVTEDNKVEYVQTYCYQKMAKEIKDQIEAFLNGFHELIPQHLINIFEWKEMEL
MLCGLPYIDLEDMKENVEYHGYIKEEKVIQWLWELLESFDESKRAAFLQFVTGTSKVPLGGFKELKGINGSQKIQIHKKH
YINFELPTSHTCFNQLDLPCYPTRQVLKEKLELAILEGKEGFGFA                                   
>Ptet_A0DLB8_A0DLB8                                                             
MHQSKNKREFFKPKLIQEIKKKRIKELRSSPNWEHIQQVVESIEQTTYTINTIKALDDNILKALTFKDFCGSDIAYHLIT
NFQFDQFIDILGQAESLFTSDFNQVIQSAIKGISQIKKENNHKKILAFIKQLTSILNTRRESEQAKAFKFNLDIVVGSRY
NYIKNLWELKLLMNLYKLLGDFESEITKLSIIKKDLNIHKLLNSTQQERSQVSHLKIQLYFSGDAQNYINSILIKKKCWD
LFYKSNVDSIFKPLSDGFTLYMRLLKAAPFDVLVEFHQMHNQIIKDSLNSQHKGTYNILHCISENKNPINQEFIQILQDL
DLGDLKRQSYNQQIPLVLYLRIQKSINQNYLNYLSKDIIDQNHNQYEGLQLLISLYTRGMYQKYDIEKNRKIVKGFNNYK
KKVKLVKKFNMRYKKIKPRYKLSKSVSVKQDKFRQQLSTFSDDIKNCAQNIYENTAAIHHIYYLKGIKQDFNITHYSFSL
CHFDYNISKIDQPLAIWIQDSTLLDSFLNYLEKDFCSNINQEIKEAIEALLLELKHSISIDDLIIQRKIVILNALLKQNR
TEQENARIKSQISNLLSKSQDGFRKVFCSYSKYQTFQDYLICNDLITIEAYQVNDAFESVINLLRLGHRNQNNILGLAEK
VEKLQQYPSLRSLLQICFQQNNIDKLSRLDKWKNQTEFLDNLIQQNFMKSSLLKTPQGIELLYQFSDKCLHRDLLKNVLY
NFQEACVHRFFQLFYEIESWDYFVKKKYSVKLFLCHLTQQQLGLVFNYQLMGMRTEFNFRLFEKKATTIQEEIVLRQVIE
SKNFLQVLVSNDKYSEFLQVSLKFYPLFQERDGTDYVLEALNNEAYKNLAILEQWIFDNFDECHSTNKYKNTIFSFLRHH
SFLISGVFGKTSKKIDRVKFNRQIKNYFDIFERQIELQRKLEQPNIFDYNNHKKFNKSFICYLDKENTILFSEYIKQFFQ
SQKSSSLFHYIRNSENPAIPEIIHYCRNKRICEHLEYLNLITKDESELKSIILNLEMLQKSEQQGEEENSGIQINKFVIL
YYLTHFTDLEFIKPYFLKCNYHDIGYVFQKLLENNQFRTVEFILLNHKGKLKQPQIQLQSSKDTYIRALGSHWSITLTTN
QFKDLVQNNNIENQEKEQILELLTNSGHFEKLEYVTNWINNNNQLIELTSIACSLLVKEYILQNKKFNNSNIPVFMYQKT
SMNYTLSKLMNQSIETPYLQTYRLGTAKVLYNLVCERDVDLTEYYKNYLLFQILFPNTKWTFDNRECEMATQFLCLIELN
LLKQNWTNYIEIILKNAVFYYEAIFDFSTVLQSKRNPQSWQSLKNMVDQLIPIYESISKESPSTNKLKQIQTFMNQTRTE
KVKKNNFAKQLEQHFEDIQFQNLELNTRQANIYYGLPFESGTFNEVDLYVALMGRNQNSILKLLKNSSIPIATLLNKYNV
IQYLIKHGNEDTVIEVLKLLTSSEIYESHFFHHGLPLLTYIVFKKWYRLYNFAQNYLINQWTLKPKIIGQTIKGQLQELT
IHQFAQLNSFYVYFELPIQKQLILRTSQFLIPNSHNIQLKAYRVYSILKIMFNSMPLRKLEIISLLCVQIKDDTQISLEN
LFKKFGKNQLIEDLFLSIYDNQKNDKKELVLDLMSELGLSCSIQLDQFNEAQLEWLYKQIYHKYGHYHFLIEKITRLAPN
SFINNDILNCPKLALIVAQHGRFDALQNLIDVQNFGQNYTKLVSAHFIKIILMVKYGQNFDPLIEPKEIEDIHLKHYVDA
LDFIESDQQGSISIQFMNQLIPILHVENSSVQYIDKFYGLFKSESSQIKKAFKIIIRLKEFNYELQQIELNAIAKCDYLV
KNFKFQFGEKFGLVQSGQSSTIVIPFDYQENELELFLNGLPCFYKDLYENAISSKAFEKKIAIFKKKEKLIIKFEDKNLS
PFYNDLRFLLPLLKEQKQPADSLEYKNEYQIKGWQQLSKKDHDDYCFVYTSDVKFSYEWAQTIFYQEPQKSEYFQKYQNQ
ILIFFNGKTIFNQVEIQDQLSNSLKYLLNLSTQGLDLKCIIELESFMKVFFMNKNLYSVYNNWYNLINAISTYPTLIATL
KHILTQVCQITSMFNQNSDNNQIIVKFETTDNQGISPKSHYLDDYFSFCKPSIYLEKETIVVTIPVSESGNKGERLTYLE
EIFNASDLDQFIKEQFSLKDNLDALILRYQLEETAKQTCEQFRQLNNFDLLIKLDRNDIRQQIESFNYEQQLDYLIKFQT
YFRWTLNLDLQNFIAGNRFSQFYKDSLCSGKYLTKPLDIGNFSQFNVNSLKNSFGIIQNKEQFLTNVKKKRIYHVFYTKH
NRNHAVFCLFVKSIKDRNYFIQLDQFKLKKKYNKKTNLQIKSEYIKGAIYYTYEYDKQISKQNEKLVLIDFEGHYYLNQD
VNFANQIEDHTTLSDNIKVTKLCFNLSFDRSNIGQNVLYFNLIDFRLKDYLETSSIQQDKSYDLQELKVDKSQIRIDPQL
AEYNGYDDKDNKKEKLDNKKLNKMLLTILSNVSDHDTTPIQFEIPNQNTKLNDENLDSLTDYCKQYRKQQLQTRAGEFRK
DKIMFYDCLNNLIRDKKVINDIQCYIQHEKFKELIHHPEVSFDDGVCLSWTPYIKGKYDVFVNGHLMNFKFSVMASKQIQ
SEKFKLIKDESEFQYFVEKDLRFELYDIYNNLITRSDELSSALSVQVMNSNFTVKNRCEYNDSGCVLYIQFCNYAKPDDK
VDECKLEINLDQQTIIQGKIVQIKPQPLSQKRIDTFSSKFTYRNSVQYLIIRANFLNSLAQMDNHIGQKNLKFSFLQEVA
NDQGGPCREFFCLFGRNLKDPQNNLCLQTHMIGYYYLNKGILLLNDSITFAIGMLLAYAIANKLKVGISFALPFWKIICD
LPLEFDDLSCVVEPQIYQSYQYLRNLKEDELFQQDIYFVNQSDEAELCENGKTKKVDCSNLEEYLNLSAQYILQRQYDKV
FKQLKRGFQGQFDAKLLIQNFALFEINQLIDIIDYQINKEKLLKCIHFSRKNQINENYFTQYISEADQEKLEHLLTFATG
SKYSNFENFKIEIQTNLEFQKNRLPVSRTCSNVVIIPQYPTYDDFKAKMDMALDWGLEFFGQG                 
>Tthe_XP_001027309                                                              
MGNCGKKISQVFQKRKTSSSKIGEHTTCPRCGQTFSPSTTYQTLNYHIDTCLTNQNQYHNYIQQQILLDPHFGNNQSEKA
SNIDPSQVEYFWAKVPIKNTDNGDGNTQQNLDSSVTSSRKTSSGSTSSNYQGNTKYRWERRAYSKQDINMASLRRMSPKE
VQCLTFEKKQIWFREKCEALRIPWTQGADWIRINPDNVLLNSMFGIQQCNLHKEVKIEIIGDKVNDAGGLLREWVLLCMK
EILHPNTGMFTVAGTSDICYKINKDAEQCDHIIDCFKLLGKIIGKTIFERITMDCYFDRSIINYILGKPTNLEDIYFYDT
QLYNSWKFLLENKLADDDFIDVFAVYKNVNGTTKTIELIPDGEETLVNNSNKELYVQKQIQYLCIDSVKVFLDAICEEIY
KVIPKQYLSVFEAHEFEMILNGVPFINLDEWKQNTEYTGSYSQNSRVIQWFWVVMSEFNQDQLSKFLQYCTGSARTPVDG
FKKLESNRGNYAKFQIKSVPYDKKNPYPKAHTCFNRLELPEYSNQENLRTYMNAIVNNDLDGVYGLE             



>Tthe_XP_001470993                                                              
MDDKFIAPTLKKDGKKQLIKNLQSQRKEKSQNKVNDKHATTIQSLFRSFLATKKMKNIIQDRLQKRLSDLVQVEKAMKDQ
EFVLPITIMNDFMRDFNYLCFRFVMKNKYCDKNLEKFNSYQTILEKMAYWISKSLITKKQKENIYQAFFNSQLHMSQVRR
NLKDESVKNSLMSIKQKNSEQNQIQNRSWINIAKILYYVFRFFSASSHYTWKDNLQTFLKQFFNIQIIENELNCKSDPNV
VHVLSFYDDIFINFNLYQLLNFQITQMVNRNSPSIYQSLSFSKIINREQKEKNFNTYVKFQSEFITKIVSISKIAPFVIN
VEQRTSKTIPHLNWKNLFQSFLFTNVQDPLSQSGEKEFVRHFQNQQSQLIYMFGNQVKILESILNKELNQNQEQQNQQQM
DLNSQQSKVKQQINFHFHDYYFFLKLMSYCLNFLTPQWFSNILVNYSLDDKDVIALSEYINILFDKKFALKIFSLAFDQN
FLVNEDLNITNKERNMKYDVYNPEVSNIICEIYSKILSIASKSEQSQKLTFKIVSSFASNERLIKRLYTHLKTNFQGIDS
LTDGDLSQETFNSYTHVYTIFIVSYYNQLSITDFQDFFQSKTSIPLDQLPELIKALVKLNYKILSQSMSQSSLIYLSFQS
SKLLRVNIVLINKQFYLIQYFQNIKLLHEFHTKKQIMPDNQWLLRDSQISGIIMEIEKFNFSQTSIIRAMPFSIPFETRI
FILKKLIEKQKFHNDVAFRVLIRRNNIFGDGFEAFRQIREIDLQAKLRVYYIDEFGNEEKGIDAGGIFKEFINDLSKIVF
DPNYGMFRLVENNQKLCPNQDSLEFLGPEHLEIFHFLGSVVGRAIYDQIQIQPIFSVFFLRQMIGKQNNLVELENFDKEL
YKNLKFLKEYKGDTKDLCLTFSIGDQNQKEISLVPNGKNIPVDNSNILRYIYLVADYKMNKCIENQTKAFMNGLTKVIPK
NWLQMFNENEVQMLISGQEKGIDIENLKSNTKYEGGYGSWDFYIRDFWKLVASLTEEEKILLIKFVTSCERPPLLGFQNL
EPSFTVVKVSSEGDTKLPSAQTCFNKFILPKYSSTKILKEKLLLALKSGQGFYLS                         
>Tthe_XP_001470867                                                              
MQSKIGNVKQSTSQLLSQSFHIIFSFNQSKRVKRRKQNKLLKQCLDQLAYFNIAKTRLIVKTSIQTRVFICKISVRKRLV
QSNKIQLKDLCNQAFNQSQYKENKAQNYLYIIIFCKQLEILKFLKLKFLEIIYLQLFIQQYTKYLILHTITAIILNSLSK
TIFQLVQNLTTKNFNLVKNTLSLQIQIHITTKQSNSYLNLFIYYKLSLFILFFITFYLQLINFLQFRQLIMKGPKNFMKA
FYQIMSFDKQKKQKLKCLIKKKYRNKWCYPIKLDENQQKVIYQLFEICQNNEMEGQIYEGMAKQQDTLAGSNNYLVDEIE
TNCMNNFCFGKIILNLLQYYPCLVEFGQKIPEYQKILIDFMLQDSMGATKRLVKLYFTIYSLYHNNLNLIDDYWNLYINY
IDQSISDWLVSTKNLQKLFQQLHMIDLLQETSAHLKFEQGLQYMKRFLQNILTKLWDGKQLSNNQCQKQDDLYYFQNYLN
IPSLFAVFYKNYLKNCLYNLGFDDIFNQTQIYDYLKELKYCLQMTSMQNYIPALNNIFKQQNNQSNNNSTQNLIEKTTNQ
VQEQQVESNRQDTNLNNLSISQMDNIHQINLDQNRIDEIQLVSQEFPFALEDQDRTQEAQQEQLNEQMLTCCQQESEDQE
PISMQQQSSQNNLQNGLDSQSNNKLQESFNEFSKQQQIIKRQDDEKENLQKCDISELTNMQSSSENDLFEGLKELQYGLK
IDGAAIPTNYVFQVGIKYCGIVENKFCNQQSLSQFMGRDIQVIINDSSQYIMTNTYYKTKWKNSYNQFPLSQQNLQASLQ
KYFQKIPTENTKFSLLKEVNKIALFKYQQIQLKIQNQKGKDFIENKQLFKILSNKRNNNKQIHSGLDIDKNEQTAIKKLL
AEEKKQSILDDSPKSNSQSKQQASDKKSSSKFKSYEAFKDQELSSDEEEKEKEDGLLTEIYENNKEIIINYYTNKLANDE
QQKEQLQEVIQKHIQEVKKLLRPVKASEIRNKILTVIAKYFYYDVSYICQRIKETLANNSFTFVKELFEYFAPFNNDIFL
QNEVTSLQKVSESNAQIVKTFITLFNQLFPGQNLLNVLPIKDDSTNHLKILIQGKEYPFLQNRNPYTIEKASKNKFDKKI
ADIIVDQTKKINQYNQKVKQQLQQNKTKVDTSISTKQLINQFLSPTSIKEEDSLINYQTINIYSVMNNQKSEIKLRKSYF
DIIFGEQFQDLLIEFPNQIIEVSLTMQEQLCCEEDYLATIQSSSDQYEFLLIFFQHPENRKYLMKQMKLKMEILQNNKQK
QFEENNQNKSSVYNLQDLGEQNNQLQFNSYQRKNYSFEELKTMLQNRYLLFLNLLISNNEGIYELFLDSGDDFSIQTKET
DNIQRYKENEFISVDSKINRNYKDEKQSSMIQNFIREMGKSEYTIKSIQHQKTIKSNYKLFVTFYTLWFDRSFLYFKESF
EPFFDEQTLKKRESSINKFILNQDFIKVYTAMLLNDLNSTNYKAKINFHIEKIMINLNKEIIFSLIKEISNVIVEQIEPV
VNKLLECIKRIYKQMKSDLGNNPQNLEKIDNNDRDVYYNSFQQQSSKYVDNLHSKCDKQFYLIKYMNNLFKIMIEQKVQS
EFPVQFKQQIINNIFDCKPKLNEFNTEERKIFNDIQQHLTHTNEEPIIDDNIQSNKQINQEQSHLNAPLQNVIQFQEFEN
EPIDLLKKNNTFNNQILSNKEYISADNYYQRLLECLRNYEESIKEKYEEILLDSGCFNLYSQILIFSKYYSISLQAGLIY
NDSKSYQSLFYLYKIIHSNHYSQVDSIIKGSKDLDDVEECFDFPSDSSIDQNEFLLTLQRQSLSRTSDLPKEVDLADEER
KDKNTQLHHNYNYADHIYQTVSSVSLQEKEENTSSLLQNHHLNIQNNSDKKEQFGNQEHYSNKLIKTAHNLEEGFDDEDF
LGLNSISLQELNLSNAVRYHELFKFFIRLENVIYFCIVRTPQDFAKIITQPLKDIQNRYSLHLKKMLIVSQTKFRVKKNI
NNNYTSNSSITIDRTKMVEESIPAVMTIKSEQLCLNTLYVKWKYESGIDEGGPRREWFSLIFNQLLDPNFGLFVQSKKNY
TYMPNPFSFLVPDHLIYFKFLGILLGKAFLENYPVQANFAKPFLKLFLKKKIVISDIEEIDPELYKNLNWLLKNQINADE
IDINFAYDKFYAGQKYEIELKKNGRNMQVCNQNKKEYVKSICHAKLIREIYYQAHAITSGFKEIVCEDLLQILDEQMLSF
IFSGNPEISIPELKETIQLQGYTKNDKQIKWLFEILESFNNYEKSCFIFFITGSMNLPHGGFKQFPITITLTQKVERLPV
SHTCANSIDLPNYPTKERLEDALRKALFECQGFELA                                            
>Tthe_XP_001031509                                                              
MNFAYHQSVTNLLQPSRLNFPKMNGSILIFLKSKNKNEKVLDNLPIDDEREVDDETLQTQLESFLNYQEDEGKLELSKLH
QGDYLFQFYMLKLEKRINIIRKTYEEGPWNGVESIKLIEKQDIGIIVILRNLISILETLVELFSERINALKIETDRFNNV
VQLLLYCDNLEINYLVLKFIVFAESNQVLKTVDSCRLMESYYLYFINIWRQRYPYVAEIFKNEKFYKDTGAKPIGNDVQG
DQAFYENPGKEVFKLEINSVKKEYSDFFSSYYQTQQLFAKDNVQSPPNKITPLFVNVMLTLRLAKNFSAIKNRALIAGIQ
CYSFVGGQRYITCIDALKKFHLNKDYRLLYAMKNFPYPDFQLDMLWCLVFIRDSQAQILNLEEDTNIEFENRFVDDFKAK
YLNEDQTDFVENVKFDDVARYFEQFTGIYKSIKVDLLNKLGTKNSPHLAKLEQECNDLLDTLIKYYALAINRLVREIKQA
HDEDSINRSGNVMNLFRLFYVNSYFFEINSEIIGKEAVPIIEAVKELYLSVINFHEEAQNPELPFNALHYFRFINHRLLA
TRGIFKNEIKEFLTSKTFFDSCYKGYKSDNQVGKIGAQIIFYHCDILSKVFLSNNDDERFQNTAEVVASYLQYNNLQLKA
FSPANMVLNAFIKKYGDNLQMAQLVEKVNYTRFCFSHLRLDQAKEDPDQQEDEKTVDENGEETSNKKNANNLLSSDIIDA
SFNRFTNKFVAYFNQFLDEKIPILQEDRAFETAVMEKFPNFTRNAYVRSFVESLISTNAFRASQFQSAFFQNFINILSKV
PSFISESDCLNLIRRSLELVHYCSVDFKITLLYYLNIPQDSKLLIEENKEKIPMLHVFIQLFVELIDKNENTLTFLPYQG
VNKNWILGQRNSLSIGDHANILINNYDAQNIASLTLVKQLCTLYGLFKTQTKQIIKDKVKLSNESLNAFILKARKCLPDL
IATHIPQKVKYYVSKMDFNFEYNFIKTSQNPQVKKSVLTYLYSAFLYKGSEKQESNKYVISRTFMGDVDAFHSIKKGLEK
YFVGLNQQLLKVCWEQKENRLIIDDLSSSINQSILANVLTGQIRTDNIREAFQDLATNLVAEQEIRKSINYGSLNATFDQ
SEYYKKLSDLTNNILIVFRKFKINLEILKILKDDSNITRETWYKYQFLILSMVFIRWWFFVLQNKKSTAQITLDELLMGI



SPTQSLISQPEILKVLILDSKDKLKNSLAKDHCIQFFINAVNIRHFFLSNTYDGSYDLEFSNYAQLDGAPPAARQFIGQY
LARLFGEISRTGIALISEETKAIASTILYLQLKDERVQVAASCTYLQQIVIDLFKEYDPNFQPQLYPPTDLFISMKLNKA
VDQLPDGMKVFIECLKKEIVNTPQINRAPLIGSLVFVIIDIINKYEAWIIKFATYNRTNIVQFFIKIFEIYLDYLNISPQ
NLKHQIVNVSNMFKMLNIWFTQLSVYLRECSRVSETQIEKQVFVTLIKLSTQTLDRIIDYLEANLFKEYSKYSKVFSPYP
ILRNLLTFIAYSINKLKYVEINLDEQFAQLIKVLFRFSSIYYDDFIFERVNGSKNTNNLWTPLMRCFELVFTFQKENFIK
TCIEIRIKNSLYLSLEKRFKQYWSLKEIDNKKIIQKDMLENGRCLRQVVATLFEGLPEDQIEFQEDYEPEQELLPEIIRD
ADEPKEGEEEGQEKKEGEEEEEAGGEQPAAEEQQAQAAQEQENEEGEKAQENEDIVEKQEGEEEEGEQQQQEVEEREQQQ
EEQEQEEAEVVINIGQPEGRDEASGSEEQNSNNQNNEENEDDFVDADDSEDDEYKSNLGKSAKAEESQKIQNNRKIRFKF
YQNTAIQSSKVVKLNVIQKQIIDLLIDLIEQRINDSYNQSKEKQNSSETSLFNIYYLEYPFAIKLLQMFMQKYPLTIPYI
LEKRIKIPEFSIFKKNNIISFLDFLIVGGSISEFTSNQILETLFKINYSYVEAKKAAEGEEEEEQEEPPQEQNEENEEGS
PSSKPPIKKKPKAIPIIGSAEYYFRIVIERNITWIKKIIETKNFINLESCFTILYGLVSSLRSFFEDYNIYISTDQYKKI
LSILVYLIKRCANQQELFKLISIDVFGLMKECLQTLPKRIFKDRNINVEYETVLDYLSYYINRNMLSYFEKEKGLELEKS
SQFNYTDIYGAINQNTKLINPEILQVRYQLSTIGPLNNNSSIYDKPDLKNQKDSTDVTKELLEEEKAFEGLFCKQGVIQS
IDEMYYAHHEQFTHGLQALYDFYNAYPNLFAKKEHTQTFIYCLSHLYVVLRRQTEFEKQDYGLLETVYHHRPTKLSQFEI
LDEIIFKEINEENRIKQKEKEEQDRLKKEQEQNKDKQEGNDKKSVSKSAEVPPQVHRNPPAVQANSANNQAVAGPFQNLL
NVNPFAQNMNLLQNAIRQAQEAVQIFADRYSTSQRTTTGTTNSHSIQSTQGTTDTHVSVFDFTSMGYPANALELYKIDEN
AFLAANIDQKTELLREGKKKYQLLQKLQFVVEREKDILEKFMQKINAQIYDAEQDPNSLPKFNEDGTIQNQEELEEEAHG
SASATGIKSGTSKKKNIPHIPDSLKVYIQQNIIDFFNDLKPKEQRVQALSWDQELVDQMPQPIQTKVQNIREELKNKFKQ
FEVKKEVAKDNSIENENEEIQDLEDDINTDKIEDNLLYPTMEKNASVDRVLKHQNLLLEMVPTFDDEFLLKLFEALHIFT
DKNKLYSHKSVVELLGIICQNPYNAYRIVDLISFLLFLYPRRSKITNESLNQNNLMQLIEMPILLLDKQVSYRAEVDVKY
WKCANYISVLHELLVYNQCHVLYGLQDYPINSLEEYKIQVGRSESHSKLQTIAVQFRPFDHLKDVKLGNLIKGQKDGIPL
NQLVSFAQKWIAQDKNLYNNVLSYSYSESSYQLITEPFDKFNQIFYQQIQYNGQIKANYDNKYPVLYRPWKELNMEELME
SFTQEIPNDLAKKKRISESSSFTLLQDKCKVFTIYLDFVKQYMRISIKKLHPELKRLQAAFIHKRTQIKQNRGFDDLNDE
AVTLNDILDYNDFLVKFKNFLQSDMEVFKKSIKDLTVFFKIALKEELKQILDEYKLRLSEDGPEAAIEWFKEEKNKITLR
MLQDVRQVLLVEDPSVMSFFFDLLQFMIQSVNYAWSLQDFIIPSYSYFDYPLKCILTLYDFLYPDEKKKKLNPAEEFGGE
DIPDDSLPQLSKLITKAPDDMMDSIGLGQSMTRTMTALMSASSSKNFSGVDMTQLYDLILRELNKLIQYLINSYDVKSKK
KWVEISNIIAVDVKSSRRLDAEKKMAKAAQNLKQLKYPNNNFILNNKNSTFAKFIAKKKTKGAERKIYINCQREQCWQSS
LGDLMNYPPNVFVVQKFDVVFEGESGIDQGGLTREWIVLALNDILDPQKGLFKLSSNGVTMQPSPTSFLVPNHLTHFRFA
GRLIAKGLIEKLDFEVDFTKSFLKHILHKTLFISDLEDIDPDEANNLLWILDHDVTDLCLTHSIDRVVLGQNYTLDLIPN
GRNIEVTEQNKKEYVKQIAHFKMTEEIKEQIQSFLKGFYEILPQRSLKYMNEQELGLLLSGVKKIDVDDMKKHMRYYRYN
KDSQIIQWFFEVMNEYDEDQRSLFLFFVTGSFKVPFGGFKNLQLEIAKIDNKNNLPVAHTCTKSLDLPEYDSKEILKEKL
TIAIQEGKQGFHIA                                                                  
>Tthe_XP_001031499                                                              
MKKDEAKLKDYLERVKNIKSEEDAINFFKYNTTKKNFHHQNQRPIDKIEFISMFELYDKIINSLVKQLEKCQEQEDNTIQ
CAEIEKKIADILNHYQWLLLTGKNRWSEEKLKDFIDLQCSYLVNLFALSFNPAVYFQIYKAIPINDYELEDRNQILAFLS
HYDKNIDTMKQNLHDYFINCLNIDYPVHDNQKLYDEKVELFLQITENEYIQKHSSYSIIRKITQEILKPNKNESSSQKMQ
TNLICCLIHYIKLSLSSEFINSPFHSIMQCMSLLTQIYYDDKKKYKNKYKSLEFLKIKGEGAKELFEEISQYIEKYKDTE
HVYDVLAPIYEKSSLFYKYELFFCNVLEDIYEHCNQDTQLKYPISKVVLSNTMNLKDFIEISLQNVESLRYLMKTFQNMT
QIQQQTSNIQRQNLIDLHQKLLNLHKQIYMSFARSEWIFDVAILEIYLAFSGQVFPEFYRFDMQSELQIKCVELIVKYVR
KNTMLHCKREVSVDEFFFMIKVYLKLIEENISSENYEEYLNNLFFNIEDLVQYCAEKRNEEGENTVSCLLLNLCFKSSNI
EQMENYFNWKVENKVAKFEQCIDLFLKQGIQVYPYFDNFITCFTEKILNQNENLRGIYTRMIVKYNFCRLFDNSNSQVQL
KLKKEGYDISIIELKNQIEFQIKNAIQEKNMLKKYFRELNLKEIVDQEYSFLYKRIIFWNNLKYEKMMVNTKGLLTSISN
YASEEENTHHHLFKIYYEYSLQFVQFITCFTKKNLIGNHFSGINLNQKQIVQTFNIQQNIINLFQDKKDIIDRVGKYLLR
VNSKEKFIDQLCSDEEEKIHNISQQTIVYLNYIAHSPRNLKLDSQVFTLLIDIIISVFYEFSNNNFNLIEDSKQQESQLL
KKIDQVYIKNINIFNKFGQSFNQLQKEINTHYLNSIKNNELNDTDKSLNQNESPLVREKFFDLIQFSLSMLNNVSEKPEN
IIKFSVLLDKILQITSLTYKKTGKVGSNLNERYILMCQCLSRTQNDKIIQQYFEKILPSFQELVSKCADVSQQDHNKKHL
SYVKLYQQKYTNIFSDQIILNEFMNNDDIQIDKINLQLGEISQLENKIIKVIDEKSEKICSKFDYLEQILKLEVIEKEQF
AQKMQEQLIEKLEDLIKENQYEINQLASLLKSISLQAHPNSIQNRKQNNELILAIVSSLQHIIEPYEFDEQNIDQECSKE
QSSQLKFELLLLYFIDQVQYKFDEKTEESLVEQILQKLLLSVNKNIPLNIYKLYFSNSILMKRLQAFSKNQFKYSKRGIA
LYNHLCKLVNESNDKSQQSEDKNIDVKPAFVASYLQLLTQFIDLHNSGDILYIISQLLSQCQQHNNLYDSIFYILCNILK
TNEQFYSDSILCKIAIIDKINYINNLQQSNNNMDDFILENDSRYIKEQSPVENIISYKVFLEKYSVYFFAPSYYQEAVNT
QQIRELIQKERKFSELKNLIQEIKNKKYFEQNELSIQIMKIIIDNEKTNIRLLHILVNLFPQVIFIFKDNLTEIISQALN
VEYNINSASNFIQNVFEIVSIDQEFLEQYKSCLIQKLKEMIEQEISQAKLIEVAQLIFPMEKKYQRLLINYLAQQIKFEA
DNSKNYSLTNSQRWNLDYFNNLVYQKQLTKASNTQEEPNKFISQNLSKHIGSLLQNKEAYSSFFKEYQALMNSLGQDKER
IFDYKNVVIQRDFGMLENLIESACSTFTQYHQQVNSNSQQNQQQKQSPQKEVPQIVKQEINNQKTKIEESKSKVEVQKKT
PESSKSKEEKKEQSEDEWESEEGDDSDEDSQEKNRFKNDKIKEETKSQQDKDDNKNDEDEWEDDENDNESENSVEQDDQF
QQNKKKESPKQKDEDDEDSSDYDHEGEKKQSGKKIKENNQKLENQTVNDNSIKPSESNQKDLSKIKDGLINQIMEKITNI
TEENFGQQSGKKLKDIEEIQNQEEEENNNYQDDEEGKIDDFAIDGYRDNEARDQDGEEEYKMQNVISFSLSENDQQEDEE
EEEDEEKIKTENEFWNKYLVLKERWNVAKYYNIDKKEQEAMKQQIFEFLRDLRRQKEKIAIFVDIVKQLDEDDLKRYLHT
KFPKFISLKGVSTKKNKKNKKQNQKDEKNKNQLSQVGNAFEDFTSDKIQDEEKKNDNNNNNEDDEYEELDEDEESNLEDG
GDEEEEEEDEDERNLLHISSSEEDMSEEENEFDEDEDEYDEDEENSYYNQYGNGSGYHSESSHSQQDSHLDDEDDDHHDE
NSDKNKSLNDRQWSPVISSPNQENLIKLYMENLVYYDEKAIENIIQSFYFGSFSQIISNELLNPVHGPQLMDALFFLLVN



PQLDKYEELKNDKDLEFFAKLGEKQLFLKNYLLLYDNSMSFFRNTFCTNQQNELLAYFTLDASHWQYLPQLSVIKKLKKI
TNYQQMSGLQTLIMLFGDKFKYVDIYENKKQIQVLNQISKFIKSTHIDLGKSVQDTPSQSQITIYSPVIRQNNILHYYYF
ENLHFNTKSFLYSFLKKGLNSHSKYTITILEQFIESQSKFLIQDVIDLMNKGISDVQRILQQQDPNSKKFALSHLYEIFS
DTEFNPIYESFKSFAANLRTLMRLYFKRVKKIEKSDQKAEMIKLQEVLNNQNLMKLFTHILRQLQYLHSNIIGIKQSGST
SVLDNDENGELQQIFQSFIPIVKLMYMLHPYYDIDTLVALQLSDVEQSDSLPELARISSKQQSSAKFEAINQNKLIEIVN
EEEDKILKVDEFKRILEQGFCQIIKLFVGMDNQLFQKYIRVVSKDPQNLRSLDLDTRLYAIHQKAVKRAQKEQDCTMEII
TLKVDRKCVFEDTFKTIMRQKPHQLIQKQFEVKFRKEDGIDQSGLTREWYSCISKELFDPRKGLFRVSSNKYIVYPSTTS
YLVPDHITLFKFSGQIIAKSVLEGYLVGVDFPKFILKHLTGQPLKISDLDDIEPELTKNLLWILENPVEDLCLTFIYEFE
EIGNKKTIELINGGKNIDVTDQNKKDYVDKLINYVMIQQIQPQIQSFLEGFFSIFPKSELYLVDWMELGTKIAGAQEIDF
KELRANTTYQGGYSEISTLIQWFWEILMTFDDKMKRKFLFFLSGSYKIPLGGYKDMGFTISKIFDTQNLPVAHTCFNQLD
LPQYEDKEILQKKLFQAILDGNESFGIA                                                    
>Tthe_XP_001027286                                                              
MEIEQSHCLLFARPFWLHNQGDDQLMKEYCQLNEFFDQNLKKIIVSLKKIKEIQISSCENCVKENGHERNTQTIQQNEQS
QQADQAQSMQNQLVKEFNLEDVQMQISQLEQELLETLLSVEKQRKYEIQKFYDGKRHSNHFWNYFVRMGGIFQHLQYLNS
LEVIYRIYKLANMFQTEILQENVISSYFDNNNISYNIFARFYHFFMTIHSVHEEYLDKIAFTDDMTIRINIKRSQIQEIV
EKQENKYLSCYGLTKLILSSQNGINLSYSDYNHSFLRLLLAVIYLRTKQNKKIWRQLRAVCVWRHRDNVAKHKKFKVSFT
GEQAVEASIPTEYFNYLRQIKEEGFENAQNLEIEECLSQHQAHWPDENDFPKIKGSFFELIDNYVSNLNHIYPSFLIRIM
TLVEHGINQEIYARSQKIEQDLQIGQNLQVKLSKLIQNMTDNLNDESTYYNTQIITYELPELPDKVNLYQDILQNLCIKL
IFEKQFYRKSLGWYLFYKDANKRSKQQQIMEIIDKIYAQKELYYIGVQIYSDFVYNFESCYSIQTINKIIEMIEYCSLKK
YLISRNFNFKCLEILVERFALDKQMKLRLAYLINRCILVVNQKIKDKANINCLIESRAPLFIQDLFDFLDQISISPDVNQ
IYQDFAKRWVLSMTSQLLLQISNNRSAITEDNVRGILEKFSNYFTDKRNNEFINALNEFMPKELLHRNIIKVAYQMIKEK
EKDCLSKRQFLYCLIKYCIPMQKILEEDFLNELKNDASIISERYLLKSLVVICQKFQFEHITSSIYPLLLQNKSIDLNLL
LRNVRNSSEMNQIFLNIKHASILKSKYINKKEIIKDIILLQPNNLKGEVLLLLQPMTSSFLQNLQSAIRQILKDHQGLAT
KHSQIANMINKTKNYELNLKKCEKSITILKHQQDMVQQLIELLLSQEHAINDVISFIILYTELLYKDTKTRQAFYVVFIK
QCLPYLKYNLGEKYKQFPSFNVNNCPLIKQIETLEEEKSDIQPQSLLQIKCNSLDYFMQLIENLGQHSNINLKMNYFSSF
EELVECEINGKEIDSKQIKYLSRYLISMRESVSYSNIFQAFEIIHQRLCILTLALKIFMKQQNKSKNDLNDEFPEIQKIF
KVIEIILEICPSERRFYSMIYYILESQFQFETNFIKANIELRFKNLFYEANSFVFISMFTYNQKDLTIKLSENYTGSQVG
LFEEILEKFIKTKSDFYLCFIAEICRKYPTYLKNLVQWRYTDEKDIFDFILENQINFNYNLGVFLNLLCNQNYSFFMLEN
GLIQGTTGNVIPALIGRTLDFISKCQLNSEKDSFTLQGALNVLKYLKPKFTYLDHMKTIITFIDFVSKQKTLQILTLLER
LGILSDIQASLKIVSASELGDYKHAKYFFFRNIQKFLTEENRMKSIQFTKELKEKLQYCRTQDNYNLPILSNITGSPKNQ
KDEPLNIPQNIKNGLKLRYFTDKMNNKIQITYSREDLSTYEQDLIKYNLDFSQSDEYYIIQFISQVKKNQRAFDGIDGDV
NFKRVVLEALDIQGLSENEKKFETIITQIFKLSLKQKTSQPASNTKLSDRQIPDSSSLAQELDEKFKTVKKIKERLEQES
AANQKEAQEKIDEQQNGLLEDIEEQQKKLEQQKQELIKQYDQLLQDSLKQQHVIKKLSADFTNHKKPQRRQFLFDSYNFP
NNSLTLYQIDEETFYNASHNEKIRLLNEGKQTLHQKNLLKKLKIAVQREQYSLKKMQNEKLAEKLDLQSQFDANFESFMS
ICNEHEKQAILLTFDQRYLKQLPEKWRNEANKIRKQHMNKGEEIKLQESEEEEEKNSKEEEKDFPSYLTRIKRNVEDIPK
RNSNSQESQQNKRQQNEKEDNSVIQDKLFSRHEDIEYDEEQDDNLEDNQIQDGFEDRICLEVDEGIQQIHKSLRSSEMKQ
RQKTSIEVEQISSEIASLKQASLEMQKQFEAAVFDGSPHLFANLKNTNISVFSSQMDTQNQIEKNSNNLEGSIKNLGLVQ
SQDSNQKEQKIEQSQISIEKIIPQQVSSLEQKINDNEQQAKNQQEEKIKNNDSNEKNQLSQEEQLLQMQNEKAMQELQIQ
QQKLLIQKQIEEQERMARQIYEQEQEIVNNQKDDYYDYEDFDAINQQLILDQISKEREERELKKQQLLLQQLEEQKKQVE
DGDKIQQNSSENSSAESNLTEEEKYLQKNFSQSLPYSQEKEKKYSSIDFYLKSLYVDSNFFLNILRLLINRGLDEYQEYQ
NNYLEILYILSFNPFNNYKVVQILKGMTVGIIQNQIQDKNTQYKVKTHYLKQYFKYESDEKKANNQQCFNVFQLTQSILD
YEIFNWYYFVLYVNKENQFEETFKWNYSILEKNIKYDESLIKLAIRKEDEHSDIMAMNSWDFSLINLLEKNIHSIIETQH
VIEKSDDYSVSITQLRQNYDATFNLILKFLGKFNISTNLYRKITSKLGGYTQSQQQNQQADNNLEKTTATISAETYPEMK
FQINVSNSFFEAYYTYSFHLKGSRKTSLKKMNNILYDLLRKKMIENYESFENMSLQILKINREVINPQIISCNQFVKNYR
KLAQEQNQLKNLNGTEEIAQSKRYIFHNTMEKNYENMFFQLGTLRRTIKNLIEIFNEMFEVQCKLDLEKEYELRKSEDGQ
TKANEWLDQQKKELRKELLQKLQQVWMSQLKDLYVYLYEILYQSIQLMSEKLDSSKFTYDSVKSVVVLYDFFYSDNMKLN
VEEDAEMQSSTHIHQFKEPLVTKHSSKEADSALNSEIDQDQNKSLSDHLNKQFSQVLNTDLEQINLSDLYFIIEQKFIGL
IVLFIETSERKKKWLEFMKKVGHLKIRENKNLSMEFKMSYLKIVCEIEANKKKKTKHYGFDYYGDFQPEIRLNINRDEIW
MSTIAELSKQDSASLVHQQLIINFEGEAGIDQGGMAREWINLALKDVLDPRKGLFALSSNKITLQPNPLSCIIPDYLLHF
RFAGRLVGLALTNKIDFEIDLTRSFLKHILRKQLCVSDYEDIDPKTAKNLLWMLENDVTGSDLTYTITQDILGIRVEKDL
IKNGNKIEINNQNKVQFVKDYLHYKMTSEIQQQLESFISGFYDVVHPSALVFFDERDLGLRLAGSKKIDIEDMKKNTKYS
GNYDQDSHQIKWLWEVLEQFDEEMKQSFIFFLTGAFKVPFGGFEQNPIEVYDKLGNTNSLPIAHTCFNKLELPAYQSKNQ
LKEKLTQAILEGHKGFHIS                                                             
>Tthe_XP_001026393                                                              
MNELINKQIYIIRCSIEERLSKSSGLQEIYLLVDPKGYPFVPISKPSEELLKAERGSFQTLHEKNQYILDIAQKVFKNKR
ITFYAQEKIVELNFLLALIDQGMRSSISKLKDTFKDNSEKGVGISQQENLEDVERDIIDYLKILIKLPDIAFDLRINYNM
FVQGFNNFSQIFLYSDNNELLLYTSLFYLIYYKHQGATLYEMPPEDQELLASLFCAYLAYQNNTNRMQIGDLLETLDEIK
NMKQLAQNDQSCSKQKCSFKELNIDLEFEISVPSNQVDINSGNQSYEEDLSASKQYSNNQNTKNITLQVREQNIDQIFSS
KQEKCINVVDNLLKKYLNEEDYKNQKRKFYSQSFIKLLLEIKILKAYHHSKDAHLIAVQQLVFLHLNLIGAKKPLHNYSQ
FINQKPIQPLDAYYDQLLLQKYCLTKIIQNITSIEESKNNLNNKQKEEFSNNESQHVNLMLRSLSNCGPLIAHMCMYKIE
SKFVNSFKITYEQNICELWVQFFENVLQKTFEDERSINYSDYLMLFKVFDSFYNEVEYFGIDMRQHLEDSNNTLIQEKVS
LVQDIFKKIFEKLSVASKTFLKVKMQEFIQYPKKYIWNSLLLCELISIEPDLAFKIFQQFLGLMLSQSQFLIQELGEQAI



EKIFLNLISYIFKEKITNSTVYIQNLINRQLFIDIKAQILQSNQFGHLILNQILYHILEAEIQFTTRYLLYQVDPKPEEI
WEILAEIFKLLSDRNQIVFLKGFRLIKRFLEELIDIYKRNEQIIHNTKVCQVYSELCVKNTLIWGQRSGIQEHTEVIQFT
YPEIQKQLKIQMIQLMDMIKQEDDFIIRFLDKNNLALKKKLKAIKSKRKYNITIEDEDLDDKQSFSLAYHSMFTLLEFKY
KVLCSNSLYYINCICTTLNRSISQTEFEEIFLYCLNCCSPLAPQIQKKAEKESNSNQAQLRFQATELFGRLRRFSDSDAQ
PVLMVMTEVCKDYLDNLPLLLKRLSIQMRNSSQNSKNKQNPGIYPKKPFMMMRFWKDQRQGFLKLLQNAYFTGEHYEMLK
QIRQCELVLFLFKKAILNLYSVGHYINSNEFYDNYAFICQKAIESQEILSVTFLDEMCSYLQYKVDKAKAFSEQYAQYQQ
YLQIKFHKLEKGTFISDAKWTNSFDKFIFRNIRLPKMIFKVTMLATKLKRVDLSLIPSPYQTDRKFSQRYSRMIREISYQ
IIKYNCRNIVILSQRMNQSQLTNIIKYFFYIESIRQNTEGIPNSHNSLFIPIMCSELYASCSLILSSVLRTLKEQNITID
YQNYQHHDNFYSFIMRDLVIQPRVFSKRYLISNEILEHYKEEIENSDSYFKISTEFTTYMKHIFSSMPIYAKYNEQIPEK
LAESFYEMTKEYHKDRTLTDREKQQLVMYLEDLALRILNLYLHSTYVNQVRTRSSHINKVIYSYINLKIKNQEEILQQKK
IISIFFLKQMELHLQDFIPQWNSISHGGYVLRENLLEKYNSIYLKSDIENKLLLYKPNSLDPIINACTLAMIMNLLCRLI
QESPEMDPSLDQGMKYVFGQSWISCKYFLQYISKVMEETKFRKIGTDESNTLDFDPIRYSMVITENLLNYSADILVKLER
NQNMQKAAQLELTEYRYKEIFKKENWQELFDLSADIVKNYLNMEITQIEKYSNHTILGIRSAPLRKFLGTMTMCIYQDPN
EQKIKRLLKETLPLLQKTPIKQSNFSGWNNSLFKILRQLCDSVFVYSSTLQFKKECLKLHMLDIFYDRFQCKIADSYEYI
KLKNFSGSVFAAQPELFLEILNEYFDIEKEGISKLDLQQQQINKLLQNSQTFKLKSKIVYFDNDVLQSKIPTLCQELLNF
LIESFATSLQLMLGQVYQQKDRVYHSTFSHEVSLKIIIQLCGKYPLAIPYVIAKELNACTLLLQTIHIPRLYEAIHQHIK
NKGNKIAFIDYLFLVSPYTFNVSRQFFKFVSNSINYCYKEIDCPFQTKDENGKIRRIVVGSNYEFKNYLINLHELKLEEI
LSAREILTSDQDVIELKDLLVSYYQLYLSGGYSSQLNISIDEEQYLKNQQIINLPIYYLQIKEINLKRCYQNLSKIIEKC
SQSVKQMNILTAIDFYSIYKQVQKEIIQIQFSLFSDKFYAKGIHNLRNLKQMSNKNLVSLMTEKNIEQVVKNVNEIKMLK
QIPVFSSVEENKTTLDEQTNKANENQSSATRNITLPKDMLLKSFSEECKQQQDQFRKYSQNPDNYYHKESNHIKVDTYLR
KNSKESFSKFYVSRGSWSTCVYNSTSKINTLEYIKNQVQQNHLQGELSNQFYSEYLEWSLNYMSEDEDSDLFYSLYIYDS
EDIDKWPKKNNNLKPQNIYQTILLEFAEEKIQEIRQAELTQNNSQHQDNSLFQKSSPNTSAVSSINSPFPQGRSVKQFNL
DEGNQLVKTIQGNQKNLCQSGSVEKSQNNTLNLRNINNDILQIRTITIRQLDQQNTSVNDQEQNQQIIENINSNNNTNNN
NLTIFSNDRGSEFNYPNSIYNDQYGLNNETLNFEQIEERKNEPSNRQPRREDDSDYDLNIYNSNINGRKNEEDEDQLTSI
QNQRNLLHRDNIAIQENLNQREIRASEDDLNQVQLRSENTGGNENYQQVRITDLNSRNIYFSECDDRYVFNSSEHNADGI
QQDEEEEKNDYNTQDIRDIHQLGEFRENFDSLFYESLNKRGRSDEIRIEDELREDFIDEIEEDQQNVGIAVDQDLAFDQE
SQEILQEFDWTLLDFPKNALNQYGIDKQLFRLATDEEKVEMLVQAQERYQAMKEREQAELITRAQQRNNFNFEQYGLTPN
CLEEFDIDPTYFFSLPDDVKIEVLNLIKRDQTNLNQICISPSNNIDRSNFQNSSGNQSLSAVDDGKSPKKQNLSPEQQTH
QKLKLMLQRESMALKSLIQSSDFQSRINYRKQDIKKIVSFLKNLDAQTQEGILKMADNNLVEKLPKEMRQRALNLRRQYN
QISNKDTLKVYNSSSQNDLFRNNNRRMYDLVYLPSLDDLVYADSDEESDDNNESNLSRNSEQDEKDSQIISQGYTSIANQ
STLNNSYSSSDISGRGRKEDEAQKYSVKKEQTYNEVSYKDDLAKCEKQVDKKIGEYSINSAEFYMNLDVIDDEVLIGIIH
NAIFAPIRMQSSDNFAGFTDSIFKMLKLLSLSPINGYKIADALTFYLSLSEQRFQTVIKFLPFYKDLDQASSLIIPRSEI
QSRICSLIRRLLGANVCAPLYIQGVINSNKPLKLSSPTGNLIHINKTQEFINKGFQKQKLNSSNNSIKNDILIQNSLAST
LQQQQSNYSKFLVPLEFITKMRQEISKGSVSTVYSSYLENSSVFELGIKLIGEQILSKGQSDDGLLIVDYILGKSEFASS
ASMPIDVSQNDWNKSQKYSNYNQDQEEQGGEDTLGKLRNRKLSHDVHIKHHQFDQQKFQPSFYNNKEGTLNYEQTENEFF
NYDQILSQQQLIQRRKNQLKQLKKNQNKKNKSKVQNLYESISPYMKQDQKNNRQNNQSIGNSPTSHLNFSYQFNQSISST
AAQNGFSSQGIMRQLEPNRATEQPNSNYSSYVTHDDKYILGEQIINNNFMKTFCEIIFKCNKRIKTNNNLLGIVKSLIKF
RSVNFVTILCGILEQYGKQLVEVIQKIQQNTENFKIHVLQKNNYNMKVTLLEQINDQEQLNILLSKFEMDTIYKLTGSQD
FREIFHNLRHFIKDMKYIFEQYILEEAIKFYTQKERKQREKEIKKLNKQIHEIINANTPTVSMLDIGSCLNFSSRHNLEL
ARIQERLQNKQIQSAHNLQHQNSSHNISSSSHTLSQAKQTNLQQSKFDLLNANSGIYLQHSSSTHILNTNNFINTGKDQS
MTDLIMSKHKKDELIQSMKQQIAQKQKELKNYMEEESKKVRLKFTNFLKNKVYAIRSLNLAFRECVEYIFTLQELVGQDF
ESNNSQTLELYCNWKYALKSIIILHQFVNPYNQETQQNNVDQSNTPKKNQEDNSNPNPRQMKRMSIDSFEENNGSSLNSS
NDYQYNNNSIDFVEEIEEDLEGPRLSRLFTQEETDPTKLPTSILFRSKSASNQPKFDIDSTFSLMYLPKVMNTLEQIIYL
NSDRLDNFHHFIRNAEKKDKLPLKLKLSFLRSLAKQYAIDRQLNLSEDQNQHLKFIIDREKTWHTTLEYLSRYTPAELTI
KQIKIQFKDEDGIDYGGLTREWLALLSKEVFNPDYGLFQLSANKRSIQPSPLSMLIPDHLNHFLFLGRLVGKSLVENWHF
DINFCRSFLKHMLKKNLYVKDLEDIDPELSRNLMWMLENDVDDLMYDFSYVENILGCQRTIDLIKDGQNIAVTEENKKQY
VKKFCIVKMINNIEKQAKAFITGLEQIIPREALELFNVQELGLHLTGMPTVDIDDMKKNTQYQYYTENNRVIKWFWEVLQ
EENEIIRANFLFFLTGSFKVPYGGFKNYPLKIDRGVSPDSLPVAHTCFNQIDLPEYESKEKLKEKLLIAISEGSQGFHIG
>Tthe_XP_001025132                                                              
MGNCTEMFNKKKNHNQSRICPTCNQNIPGTNDFNQHFAQCQRNRNPIQQHAPNQNNNRNLNHSVSNNNDSIQQEGQNQFP
NPSLINNNPNQRPSNQPQNTNTHQHHQNRGLRQNFVWTKVYDEKDKTKYTWKQVEVGLIVEQELIKYGLDISQSSQEYLG
LKALIGKLVYGVKHHFEEYQQTRMEIHTDNVLLTSLTAIDLVDLHKEVKISINGDKVQDAGGLLREWIHMITKEIFDKNT
GKIYLNHTNKTQYEQIIQQGLFSLADSEEITYKINQDADKCDHIMNCFRLFGKVLGKAIFERIPLEAYVDKTLVKQLLGQ
PVTLDDIYSYDQQTPQGMIEIDLIENGQQVVPKHLLEIFDANEFEMILNGLPFINVEDWEQNSIYKNGYTKTHHLIQEFW
RILRSFDQQKLEKFLHFCTGSSRTSVEGFKKLESNRGNYAKFCIEQVKYDQSNPYPKAHTCFNRLELPLQDQNFYFEAKY
PNNYILQNRYPTKELLNKYLQIIVNNDLDGIFGMEQTACLNHIKG                                   
>Tthe_XP_001024834                                                              
MKIISKNPFSIQSINQQTGQMDIENQAKQDNKDSQIVEENEQIKTLPPMEEEKEEKQQQQPVQQKPEVQENSERQKKILM
ETFQQLYERLSKGCGREKCKYDTCLAHPSNRHLVNDQNQAKLKAVEFLKKKLAKIEICNIPQRIIKSLQKSEIDAILQPQ
YLEQNFKEIIQRLEDVFSDFEALNNSFFLDQNPCQVIEQHNGLIDFKSVIELYNVLLNLNNAEMKKCVEDMFSKSFIKLL
GEITKYADYKKQFSTIDDFRVLVFLIIYPNLFEEHCLFIKIMHSFFYLTQRDYEMFGYWLKDLDSSILERINTSIKTKVM
ISLYQGETEVEAAMNALKIIYTTNVILKRMERDHFIIDIFQNEHEEGINPKSEYILWLKGKENQDKDQRFFTFCNYPFSM



DIKFKYQLLEINSKFDQRNEHEKKIRSQIQQGQFIINSSQLFLIFEVSRDNILDDTIQCISQPDLNFKLPFKVKFRGEQG
IDEGGVRKEYYQIMIKQLFNPDFGLFLEKQNKQFFWFNSNSIDMPMLYDLIGSLMGIAIYNQIQMDVRLPNVVYKKLIGD
PVSLEDIKQFDAATYNGFKHILEYEGDLENDLQLTFSIEYEYFDQTKVYELKPGGDCIPVTQENKKEFIELYVDWYLNKS
IERQFNNFKRGFFKVLNLEIIQFFTFDELVLILTGKEELDFNELKENTYYDQGYSEESDQIKWLWEILDEFTMEQKKKFL
FFCTGSDRAPVTGFSSLKFIISRHGEENEQLPSAHTCFNHLLIPAYKSKEILKQKLLLSLENAEGFGLY           
>Tthe_XP_001024581                                                              
MGNNIEQFTYTILKIAVIKEINVTSKFAKKNNLLITLLQQKLQLMQLRLLKIEQEKVNKQQKLLPTKLKENIEAKIKRGL
SQSQEFPILDKQSDLLQFQISSELKHIQENCNYDQFTSTSQQIQERKQLQNVLRALTKQQQNLLKLEVQIQEKEGTLSEQ
ETSKCFFQILYQIQQEINLRNETFGISDQEITFEKVQELATSMKQNRKYLFQTVEQIIELGTLQNWALKFAQQSVKDFID
CVHRNEYKDIAKYEEEICNKVNLLSEIQILFTKERYKNSPSSDTTILQELLIRPKYNLFEVVIYSHNWKVNYISSKYIYS
LTKNTNYFESSETNKIYNLIKNYSLHQNIFLKVMKENNIFLTLGHFLPEYFDKEQTLQTLKSWKFDLQNQWRQKINKKDE
KDQTDFIINSYLKQSKIKDINSELIQTSKWEEIINKKLALVKDNFEDIVNLTLAFFFTHQSYYDGYEFDYSSNYNQDQSY
PEALKDKEKFFIDFFIPEILSTNINCNGSNHFQYSKDFMFVQKFIDNILKPYNKLSEIEYVFDLIEGLKVVIYNNENLLT
VYDILEQENNQNIDSVSQAKQQLEFFEEYIIDNAINKNDYNNLLLASCLVGKEFTKTRNETLDKLNIQQTFSYTRFANHT
ICDQIYKDVAQSKMENLVNYLHLHYVEKNCPYGNFFIRTMGFIFSQISEYQAFSIETALKLIQIYRRGCFFEIIHRIALR
LQKEPEYQNEYEECGLLFMRWSFYVFTQQYFDQITFGFTLETKFTVYFEKFFQTEFKQYYENDKKLILQQYDKYNPANYS
ISRALQNFMVLKNNLLAQTLIQFFGHYYYYFKISISQPIKITKDNFQLMIKYDLQNISPFCLMNRNIISHYSFMSYFSIK
TCELYDESGNKLENCNYVSAYLEIFDQFLKENMETLQKAAKKIKSLPLERTQRNILQHISSQIKCEQDYEEIAICRRFSY
LIQFGFGLFSHFESYDLAQCKYVFSQEVVCQLVTQIMKIYDFRQFCQSIGIQNYELLKSCNQEESIEYLNLFKKGKLFKI
FQSGTYKYSKQYEIDIFEQIPFTYIKKLITYCSEQPYYPDIINNLASNLISQCNDPSSSIQSILENEDKITFEEFFKQSA
YFNIIGLLADEELIELKKKKKNKNDNQADHQSKLFYIKFLDSFITSSLSMVGTLLSLVHSQNPKYIRQTETINLLNQLIN
NTYIIIITQLNNGGEWGSYSTSQASDFLDSFNNIIDSYSNLGLDIDPLVSEAQVLYSQFGQMISENLSRVLNDTGYEVEV
NAILKHAIEIDFSLQKALKRQELREICKREILDEELKKQSIKLDNVSQQESDNKENLSSEKQQDVSSQKNEEQEKSSIQN
NDENLSEKNQEIPTEKIEQQEQDKKETGEQNEKLDEQTKMEEDKKISEQKKNQELNDKIEKKLKEMEENEKEKNEKEESE
KKKQILIMMSKQIALFLNDVFYKDALSQNQQFAINKDIQAILNLPNPINPIQTFGLNEFFSKCFTKLNTVNNANVKYIHQ
HLKRMIIYIGRHFDCLKDIQQDIPFLKATEEGKKLYSKDEEIDEYEELLLFDSFIQFYDNLCYKFEILKKNQRDFICLND
VLEICLDTPSILRQFSLTPQELQQFYDKCLDISQFVYELKIKYKNEGLEIEMSSQYLSVLDLLTEDLFKTLKALSNLVPN
IRLQALEALIYNYLELNYYKSNPWEEIKQSILYFINVIFIAKGGANFKHFLRKCIAQDIITQKFEIQQKDQAQNDSKSQE
VEEKDKKNKKEDIQKSDSDEDDNNSIVFNGLIKKKKKGKKDRKKSTSDSSSSEEDESSSQISNSSKSQSDEDISILFDAL
SLSGDYEIENIDQDKYDKIHSKKNFVEDEIKESKNRNKKQKRQDKDNEEDDNSSSDEKSKVSIDDDDKSKHTESDSDGEE
QEEDDEEEESESQENSEESSSSSSSSKSSSDEDDQSSSSSEEEEEEDDDNSSQSKSQNDSIFKKKKQTKKKEKDQIKKLN
KQQIIVKNLENLENIRFTLTQIQNKILSKYSIICQCYSQVFYEVINEFFEVTKIQIISPTIQKDEKDEKNEKKDEKSQSG
NDDKNLSKSSKSHNQSIQSEKKDFSELEDEEESKTQTKEDKQNVNKDQESETEQDQNGDLIGSQILCQEDNLSSNREQEN
QDKQEQSEEEQSENKSQNADTEKDEENQDNGQGDNSEDGSNDESNSANDQQSDKKEQKLDQDLGENEEEEEEEDSKSKSK
LTTQSKSNEKIEEKEKKEDEQEECKSKSQKEDEEKEKKIKRVIIYKLRNPDEVKKLYENRHKLVKMSQQQIDFVQYIINI
FVQKVNNINQELQNVNEVIKFKFIPKIEKSECDYIDIETIQNYIISLIQNYQHLILPHLDEFKVNNIQKEKHDTLYLFDQ
HKSKTNFIDYLIHITLITNYQSQDILNYIVFSSFQYKDQDINKQILRQIFLKIVSILKQILEQPDFFINMKIHTLFDGIL
NIFKNILENIEEKKKEDGLLILSLFQKFINKAQSMKQLEQLFYLEIFNLYEKSYNYIMTSIYGDDLNIEKETDFVSENFL
QYFQKDQIQKSLEQSFFDSDKIVSNILEDDQHKKLFDTEWEFEDEQQLYKYQQVDNTSQFNIFKEVKNNYFLYIIIKNQK
TIKLKDPPKNFEKNSPNSFAEYFETFKLLTEGNKNTVFSNQFKNSEQIKHLNDIYNNTKIEIKSNNIYYYQMNKYLLDQR
KIKEDNQIKELNNKDCDQNQDKQSSNQEQQAVKISEITFVDENVEKQIQEQYEQAFCKIQVKKQILNAAPDIKQPNQKDI
QEPKEQIDVKDESKPATDLDEKDYVCPSVYGFQTNDLERFNIDRNHYVSLSPDQRQTLLEEKQKEFNKKEREKKLKVIRE
REKMQLESIFGNKEDYEKNKKDFQKFLKSKEFNKTVKGLEKEEQRLILLSQDSEYLKLLDTQMRKKAQQFLKKQKISKKK
KSKSQDKNEEKSQIFKGLKKIIKSTDQHKQKKKEKQLTERINKSLQVPQIEEDVALKMTLCLITGGDQNMYKETYSNILD
RAFINPFNYIRILGLILVISSKIIKKSKFNIEWLDKILFNTRDKFLNSKHQNKGDTEEEKNNIYRNMLIEKCTDLIQELL
INKKYGLIILQFEEFLFGKSFDKLEIISDKSTKLSKLKPQVFEYNILNENTLDLNVTQYDNLEFLIQYEIFKKNQSEAFS
NINEYILGVLNLCIDKKKIGVHNQSNSNQPYGKEYIDFIDNQSNHLIENVLELFCSINNKIKYTNIKVSSISDQIKNSIF
REKQKQNSLTIINMKEQIIIKNYSMKNTNPIFEKIFQYIILYCKNLENYSSLHDLMKIELSNYDKFVSISDQLLSEYGVQ
MKKVVDDVLPVLKQYKLFIKNKHNKENLYEEILDEDGNDVHSNLKEPITSLLSNIYSFLQEYAHTYYRNLKFIISCIDNL
LEQRMIHYFEEFESRKTKSTENEALIWWNERELFEKQALYDEIKVNWMEETKPLSQFYVEFFEFVHVCLKLQLVSENNMP
NYYNDFEICLKSFLRIYNTFYKDSKQKDDSLDQEEIILNEDEIQMPVLKRIQTLTPNDIFEGEDEIQPSLKELKNVRKYS
TMLHKNYNSIKADDLYEALRTKFVPLINRYMNNRKNNMWVILMSEFNQAISRKENKNRSNPDEYYEMNCVIDREEIWYSI
YKLLSGLPPSSLVTEQFEIVFKDENGVDAGGLSREFYTIVLKDFLDPYKGFFCPSSNGITTQPSPNSNIIPDHLLHFKYA
GRLIAKSILDSFVCEIDLTRSFLKQILGKELYINDLEDIDPDLAKNLMWILDNDVSNLYLDFTYTHNDFGKQQIIELKPN
GSHIEVNEENKKEYVKLLAQYRMVKQIEPQIKAFQQGFYEVIPYKAIKIFTVRELGFKLSDSDQIKWLFEILEEYNQEQR
AGFLFFVTGSFRVPFGGFSNYKLTISKLNDTQSLPVAHTCSKEMGKLLNITLAYNKLCYINISFLKTKRTSILRNCMKKS
NISQSQSSSSRIFDSQLGEEMNDAMENVQVAVRIRGLNQREQDSLQTICVLKLKNIIYFYTFKTLSKIFLSLKQFYFILF
DKNKDDLIKGRLTIGHTNNAIVQDLKEFYYDQVFGPNDSQQALFENVGKQMALACLSGYNVCIFAYGQTGAGKTFTMMGN
DEDKGLIQRILNFIFAKMKSRKQEFVIQSQYYEIYMEEIIDLYQPQKNKNVRVIEDFNGVRVENLSTVQITNHQQAVELI
QKGQKNRHIGATRMNAESSRSHSIFSMTINLKDKDPSSGVVRERSSKLHFVDLAGSERQKQTQATGQRLKEAAQINQSLS
TLGIVIHALAEGQKKICYRNSKLTHILKDSLGGNSKTLMIANVSPSQDSYGETLSTLKFAERAKYIKNRALINEKPSENL
ENLKKEILSLKEELELAFKNNKLQQELISSYNIKKNEISNSPLISQEAQASPSLTEEEKQMLIKSVDEFQNWLREFLKES



GFLDFIQELRQRMGININDMMCVESARDVDSQQWSSLFQVPVENLKEYIKTIMEFNKYTGMITGQYDIDLKNKNEQLNSQ
IHQIKEELIKKDLQMVDCRNSIINEMKAQSQIGSDQKDQTIAELKSMLDQYQAENNQHLNSIAQMEEEIQRKDESISNLH
QKITNLLSEIQKIKKKNSYVDLEQKEINENLLKINEQNEIKLKQLQNEIDNLQMQNVSLQEELESEQHKYFLQKEEYESK
QEKTSTLHQTISYQLKLIEDLQKQIAEENKQINLIYKNFSIEKEIPGVPPYSNLWKYIQNTVTDLCCEKDQKNSLIEEIQ
GMCLHESSLLRAKSEQILKLNQESQIKREEAKIQQSSLMQIHESQIEQQKQEQKKMPIDNLFENIHINNNQVKINVQTVL
NKEYLQEYIQIQSQQLITWNIIGKQVSDQTVKENNTNFIVSPQVSKQEEPNKSRNNKYNSKEMPKNKSQSEIRYGSSQKQ
FQQSHNNPQLKQQKEFNLGEKQKIDAIQQLIQDNKVLCEGLILKLDEADRLKQEVKTAKEEIFKIKQDYENNIQKYQEKF
QQNQNQLNQQLSQIISFDIIKQNLEEEINNLKEENEYIKQVLADNTQRLEELTKEKDQVEDSSFFYELQSKKFQDRLISI
QAENDEQKQQIQEQYTVLNSNKKQIQDLQKELSNAQSKLIESNQKIIYLQSSQQSNKNNCNCQIGRQFSNQSVKQNLNQK
FQTVSPAHKNTNDKNQSNSEINSEKIWELQNSPLYAKKINMDQNNQQSDKQQSNNLNVIKQGNVSESSEFFSAYSSFSKV
EAFSQKASQPASYQNSCNQEQNQLKSNKQINNFSEKESVQKQLNFNFSNDNHLLNQNQSAQFAIFNNSKQDQLQENTQLL
QQQNKGQNLKQILESNLNQKQPNIQLQNQNSEKKQLKQQMHENQQLINNQLNSLNPIQLIKQFEQQQKLSSTQSLSNNNI
SSNQSLSDNINTKKKRSFLQLLDQIEEDESENKYCPIELMQTMYNKDDNQPVDTQFHAKQGNQSEDEDDDDEDDIQVIQK
IFNLKDNVSKKRFSENEKQKQP                                                          
>Tthe_XP_001024411                                                              
MIKTKYSRIFNGQSTVKDENISNEEFEMLQGYMLEKFNQNIQSLIENTLIGNQDLVQQSEQKLISLLLLNDKINHISFSN
SKEHRGFANSESEASIKQLLNIIFYTDNCFLLEKTFQLISQLNTSKVTLRQIKNLFKQFIGTNEIVITDLEANIFTSQFY
QSLNPFNYLKSFILGETDQSQGGHFADSQNFIYIIHRKKIVLNINVDVVCGKQSFQNNQNTILGNQGSNTSNQGSNPSNQ
RISQLSNLRIQDAYSYQFLNYHTQQLQKDVSASSQQGINNEFQSNERKHKQNMIYPSYYLAKQILGQDAEIQDVFRVAFV
IKLLRKKDCIRSLLTLMLSYFTVFSERKELGMNIDLVQIIKNDFSCLVPCLLFSLLDDACNIKRETKSQFQALVCSTEYQ
QSLSSSDMQRFIIHTIETDKNCFKYIEHDVNINLLPPYIRSYYSLQRTHKKLMQCETADLFTIKFHEYLFNAVATLESDI
DQRVLLHQDQLECIDAISSYFTSSDLSKLLQVHMLLPEFFYEEKKKEEEKRRRKGQLVKEDINQQFQFDFEQFTFGYHIK
KKFHKLPGLVKFYLALFLSEVAPKFYLNIIQSNIKQPDNLEDIENILTENLSEKNQQSIFPIHSDDISCSDKYIDFKEIE
EVTTDYKKEIQKQEMIHPIFDMTFSDLQNHLASIAKQAKMSIGNSFILFRKTNNLLVNYKFSYYQILNQSIVLQKIVTHK
SREFRQKALPIVEKIIQNHSNIYEDMKKRISKLQVWEISLLHHLASFNNDLLETSDDKVEEYLEKEISAFQANQDEKQLV
PLLLFSCKIFQKTSLNDPKDEIIPVKERIFYIHLQEYPEFCKIYYLLNVKYKEICILNFVRLSSESAILNHNELNESQKK
YFLFLKKNIHLFQQIPKDLDLRLSIIHYDLHKSYEFKYIKDFYLFSCLLYMVMSQSEFSQSQKQNLLISFFQSLNKIKDF
SSFSSLLLNKKLYDNVSKIIQNQPQPNKDLLVIILNIMNNTVHQSICEFKINLLVLIDFKEIIQKQKSKDLQDNIKKQKE
LFSLIGYLDLVFYDALLSVEKDKRQRFLFDETDYEKISDNWNKIINDICYLQEELSLFKKNKISLIYHKFQVLKNQYQFK
IVDLKDQDYSQQLNKYRETFNFSDFYPQFKNKFDALTYYGILVKNLVANSPVYDFQIIKNTAQYIIDQIEETNTDNLIQL
SHILKNVTNILCSKLPFDFKNLEVLIDIEKQIQKNLKNDQKQIMSFNDQITSFLDNVKEITFSEQMNSNELVELAQPLDF
DKIQTISSNSECKKSLQECNSITTKLMEWMVYFQEYSKTSDSAKKTIISLFEVLKIICEEYPLAVQHIVASNFHCLDFLQ
SIKEGKQEQNDELYESQQNKSLYIQNQIIELLVDIPKNVSQPIAHQILINCEYLFLNYTDIFFHLNALIKLFHITLNFLL
QSFYADPLLNPQNLLKLRFLQFLNFNQSFKDKEEVFRKRQQLSQNKIENHLNLYKLQNLPFLESDQFSKPSDNYLHSDID
EKNEESKIQDFNIQHNQQNQYEINQHIDVVYIPNYQNFQLDEGYTVHNNSEVDQVDNKYNFNFDYDLKNAIKQSSNSQNL
QMTSVEKSKIEKCIQEILLKFPVFDSCFFEKIFQNSQSHKNQSLNQLLISLMNHPWNCMEILNIVFRQSFQEKSVGQGVN
IQYNQIVETALKTSLIHYPLSKGVYCKKENQIILGEHNPQIDLTHNIFEMEQIPLIQVLLRSPQFSRIQEHNVVITQNLI
DMVAINITSEKLPQLMINIIQNQVQIIDIIKFLTPHLEETTNSSFIYYSLFALRKTLEKFISELSHDSDVTPIINSTLSQ
LREWIIGRSEFVEKQLTNMLKKCTQFIQDQVSKFYSMRPEQLDDIEIDLENVSKNFQVLWKIITNIKKDIKMDIQALAEI
NLILNYAFLETGQLPIMRQRKQSNEVSLTRSFQDKNEFQQSTNIYQYHSEDEFSEDFLISKLASMNELTKKSVNFERKLW
EFFEQISETLGPEIIGRDVYIHLLNLLKPSLKKSELMRHLRSIVYGNQFTFAKQTRQINIFRDNIWTSTVEEMKEYTTDE
WLRAVFSIKFKSKVGDHIIDEIGIDAGGLKNHWISKVVEQTFLNNKELFTFTPNQMSVYPNKDAISKKALEQIELLGKFV
GKSMMEDWSLMLSFAPFFIKSVLKRDLSIGDFYSYDFNSAQQHQWLLENDINGLDLGITFSYISYSNGASKVIELKNDGQ
NIEVNDQNKKEYIQLYCKAKMQDEIALQTQYFQKGLFSIIPEDALEALEPDDFISFYQGVQEIDIQYLKKKMKYEGFKST
DKIIEWFWEILKDWDNVQKKKFLSALTEIPGIPVGGYPVRDVSTGNVKQLTISFLNCNPESLPVWHTCFFRVDIPKYNSK
EQMKQKIEQSINLSCGFHIA                                                            
>Tthe_XP_001020511                                                              
MKIPEVIVKEFKRISFALAEDEALFEQLKSQSLEQFWQNIDSIVDKKGIYRTMESDHIAFFLDRLDQLLEESIEVIKRYE
VGDEYRQDVNNNLQEKNLNSSENKSTTTPQTQQQAQQKDLNGKMQAESTFQVEEEGKSASNYVAVSKEQKDQADAQILKI
LQIESKLLKKEQYKFLYRQLDRILDILNWSDSLKIKRSALYILLLIVVIEEGSPKQELIYLKQQQIDQMSFFVRYYIHHI
NSFNDGYTELSGLFKFDDERFYKLEMIYNPKYKAAGILDFDKAQQIQKEINEQEGCNLIEQKLTTIGTSENSSLTEVEFE
DATDLEQKLIKIFQDQQEQNWEELLNKAKHFEYIENSINTKPLNSLSIKPILQKLQGDKLITFELKYDESLTLYQNVKKI
YHENIGKQLDDQICLFGGIKERLVILKNLKCRESRTEIAKMFLLSVQVLSFLMKVTKKHMQSIFTDQQLSFEKFQKSFPK
QVTDLIHLNLDPKLHADVIKFMLVIIKEQSQLKRITEDYLTKFSDSLIIKIYTDCSNLELQEVREDNQFMEIENEKDKMI
IENEDIRLRSNHQFKIVCKGQTVQETTLLNSKFIDYALTFVNTLLKNPENQGQSFQEVTPFSMNFVQIPFHKEYLTYNLK
QIRKAIHSLSLMIQIEDIQREYKILYKILDKIEYYLDQKPKFQWVDGKWSPISQKQYDIFLGQLLRIVNQIFENSSKRSR
RITPQLAKQLTECPKFFIILGNCIDRIIKGYSEQESFNLIPPNPTIVHEETEKILLIETVHLLSNINKENPNLIEKLLEE
KIIQKSIKALQVLELPHDTKSISQIIYFLYHISLKEQGRSEIMESKLLQKIFDVFIDDNYAEEFYAYTLSSVIEAIQNYY
NNIKEIVDIIYEKLNDLLTNLRKKCITYTNQIERYLNVQNSEENSNMNAEEDINFNYKNVICYQIYNVCKLIEKLITGIE
NVYPDTKNKYAGECLLNYLEILQFPFLFLIPQRTTHKTPFFSVKTTCKAIYNKLDPKNEVEKNKINKVLDINIQKIEELL
GKKIEDVTSLNLELVNDLTSKNFIKLVKENKDVQYYKQIKLYQQLQFFDAMINTFRSLRITSQMINYQGFVQKISCLFPI
TFNQRFQEQFSFVKQRITYLQDQAYNLRKQLEQDNESLKHEQNNLENELKEFKLYFKENILSFKNHVNHYSYQNIIFYTI



LKLVYQNYSQVVELDYNSQTIQDNKQDVQRLITLTINSIDANLIDIKILEKYDMKTLEIFSSLAGSLVMLTQILQIFMKD
SKLINYMILNNLQKQGSIAKVVEIARKFTEIWQQIELKSLVKSQKDSDELQNLSKESQTYYRKYQTLLSNSIDHCLETIN
FKLEYFFKMISLQIQFSLNFKKEQKEEYREDIRQGIYGWNYDQIKSQQQILKSIKFPSKNRYYSMLIEFLITHIELQILP
RYQNTKKFIESEKYEKADQNQLSDDQYNSLSDTITDQPKEFFQFALKEFRRDKQLYGSNIDLNDFTGYILDNKDNLSKLY
TSQGDIKNDPQSNNDQEQIEHFSKMKKEDFFAKVKSDAEEMCSYLLRELFCFKNHSDQILALLMRKELVDIDFIKTTILK
IKDLQQQHEKKIAQSIEIGESKVSEDASRKSRRGQSVGLTQQRANDGGSASNNPAELGNDSPLFSLRPHSAVRNVPPAAP
LNVSGSGRQEQSIGMFQMPQMISSTLNSQFDNQRQRNQFFESSISDALGRPRMQQNRQYLYGRSRQAMMENNQNANQQLS
QGQKQEKDLQKIEQINQFKQQIAQWSDDYLVTQFQQVQASHNRISYVIFATLNLLISKIFKDFKFKNPFKGTKETIAKLR
NNELLHVPSKLDTNSLYKLELINAIMPFAEKFGFYSYKEISSENQVTESSEKVSKTNQLDAQNTITQTNQPQTIIQATGN
GEEPQNQSQNNKIFSLKLLNLDELEIKWKEGNESYQIGIEFIKMAKHLFTNGQNVFSSLKKGEDKENHKQTSFDAITFFI
KNQCHLIQKVNSMNLKFKQNLKKDLEKAEQEELQVMKRNTQSQDKNTKDKKTQNKTQKPATAMKEDESQKMIAEENQENQ
ENEKQQNQENKKRINKNKRKKNSKRNKKQKQTTKEATNDNQNTSSQKKQKIEKILDEEKSLQEKLKKLKESQTLINNYEK
EVISMFVSLLHFSNEQYDYYNQSLINISILTFILDTIKQYSEQSKQYLNQFIQEKGIYELLKIRVQTDQIDLIIEKLNIF
LTNITQDPTMALANYESKIKYFFYEKCIHQQTLMYQINIPYSRKQKRNKKDTNKKTTSEDSYLKKNSSTKLKFGKEESIF
DNVNEQNMTDFNTSPPKQTSQATRKSVSPQKQQKAPSSYQQQNPLSLSQLLKSDLQQNQLPQQLPDKKMKKIKVSREEFW
QRFEKFKSIPLFQEVLSKLCDQKSLNVKQKSSKSSNSNGSSKGKYFKLPKQNQRKQQQSQSDIFSNIYLSQQSQPNLTNQ
EDQSQNQIIQDAQTQPQQQNQSISSNNQQNQNTLNAPKDKKIQKSKSTNLSSKRKGKFTKSKKKVFVSKEFFILKDDIQL
HKFQLIPKENFLSNLQNQTSIPLVSSNIIQSAKKNENNKKDMKQRSASASVSKYATKQSSTLFKQKSESKQPSIKSEQNL
GDDIQGQANKSNLNQNNFDQMINFVAPTYIYETINQILESIVIQFTKKIIQNYDAIHKNQNNNKQSDQNDDYLFNNIILL
KVIQIIARQQAILIPQIVRFRCSKIVKKIIQGHPLEPVFNKQLGNHFHFLKFITKCANYFSISQVKGLIFELCLDKQILY
EHFQNNSGQQQNLGSHHQHKTTQNTHLHQQTQKQASKIISFGEEIRKKVLGEIYSSIESEMMNKQNILERPHTVHILISN
ILLHINLLNIREVAKLSLRNFSCDFTHLIDQYQSNQGIHSEFKHEKVENNENLQNDSNGYNFAKLYGDILKKFDISKLSQ
TCNVIAFVTSILEILYLLNYYFILYPSGISGNKNEGKKKNEDYMSKFIQSQILTQKFQNHIKQYAQHQGGVTNILINFPN
DAIGIQRRPFNFQHGSESVLNQLNMFNRNIISFDPITALSRFTQGATNLLNPIGGNVSIRMTTDRDPSFIQDSFLSNNLR
RSTAQNSLIFLSNQQRRQNNNELDSMFGQNQDGNNERNRDDEPDHLIMGRINGADDDDEDDDDEEEDEEEEEEEEDEDDE
EEDEDDDHMGQQEESMEDEDEDEDDEDESENDEEDEEEEDDDESENDEEGDDDDDEEVDVDEEDLEDEDEDLEEEGGYED
EYDDNDYETYVYRQFRRGLRRDRRNLQNNDHSSQNNEFSENTNPNRSRRAGSQQNRNRLRSNANDENEPGSQQSMGNQQH
DFVAEDQDISLGEEQNSNIGDDEEVEINQNNQAEEEELEEDDDAVEDQEGVAIYLDLSPEVSHQLEQNQIASHEDNLGEY
NHEVHGEEEDDENEEDDDDENDIDDDEDDANRDGSYVNEDWENYSSGDEISDIDGQEDMSNDQFYEENSVEEEEDVRDRE
DASEDEENQEENQEEEEEIIHQDHADEEEEEEEEELISEGESNVWNDHEFSEDGSHIDGEESDENEDDEEEDEAFVEHPI
NIIEFDNLLNQVDGMDEEDDEEGEENEGEDGNDEDEEREDGLEEELENIEQNNYRQENADNAESRNRNQQGDFENIEQDN
NENQDEEEIDEDDEDDMNHINQPANVRFMKNRKPHERESSNKNREKINEDPDFKKQQNTREVTEFTNINMSECIRDSYKR
CQNSIHLHYIGTQQNIPNQTCFKEVQREVSFIEKQSEQSEGSEQALANTSPKKVGQQGDLTLEQNNRVFDKSVYVALLIY
YRHFNFESAYNKISRSNSSQYHYMENQGNNPNSATNAQQELTNTQMVPSPYMANDRRSQTIAAHQSNATQYRLGLRIPHH
MQMSSYNRHVHSRNQMQNRPVENQESEIPGSSLNELIQQVNNSSAQRNAQNSNLNNLNQLIRGSFSNIGGIPNITQLIRQ
NALFGNPNQIFNSSSLAGQRSLMQNLPPVLLDSGQLDIGTFNFQMRNHISQISQPSSNQLRQMQPALSQNPVLSHRPLSP
LNPTQHLDILINATTSMSVEQSVNNNSNNNQSENQGPSQELQQPQQNDVQISQNGNDNFFIYQILNQSQINQVEQAQNII
DSSQPESQPQIPPQNVSEQQSQRIQTEEADNLSQMLSIANNYLPTQNSESTNQEDINQIVNEITQIAPLFQATLNQTQRS
SSDRSSSQRSENIQGEPNLSSNQQNSQSARNNENNTTSNNDQVASLVNELSSIAPLLIPLFDSSSSQQRNNPTNSSSNQD
NRQQPSTLSQNSNNQRSQNTNIQQQNSQNSQQDEQPRSTPSQQEPQTSSEVLASNQAVQQIQQQQQQNQRSSSSNNQSYP
NLSQNSIMVLSRFNFDASFLTRHGLDFQIFDELPDDIKEEMVISYLQYPDNEPSVSQQNTDQQNNTTQQTSASQNQNTVV
SSSGGDNSSDIRNTITNNDQPTSVSNVVNQQQSQSQSQENTRNVNQPSNNQQENQIIQVNQANVDFVNQADINLRMEILL
QSEENFLRTLTPEMQEEARRYRENNGQINRNQFFEFRTAPRQQPNQSPQQSSQIVNQMVNQIFNSNNYKSQKKQSRLIDD
WIYKDQFIYKKLIETDDKFIESILRLIYYGELICKNPNVEQKVFDSLMFILMNPNMQEIKQAYKKENNESVMVDEQKKDE
EDVFDFPLLYTYHKNSKETDYKKVYLDVSLRILKIIQKLTLKRVLFFIDTEKVQKDNVLDIRPLIQIEKDKGNLGCVREL
KKFAEEINSQIYDQKSFSLPYFQFIYLLTQDPFRNNYDHLYFLLSSVQNITKKLFQYHSGKQEIEEETISSIHAQLGSLV
GNSRNAQGSGRNETQNQDNQAQHSIFAKDNSFQLHPDVIRWICSIFSSECLNETLIKKLSLIINQLCYDKTNLDMFITEL
RNIIKLFSIQINKQVVKCLQSIKSLDRNSPSFSSQFKIHLSQIEFQISGEKKIQKIFQIIYELFEKSLCQVEEESKLKEN
SQKNKSASKNDLNAPNQPNNADNQMEQEEDEEEEEKKQDTTSTNNNNNLNAHTYGVNRRTSVSQTFEVPQHRNRGTSVIS
NSGDPKSSVKKLNSKQQLKEQERLENIKKEIRSKFSEIISHQNFNELWINCAELFSLLGKYEPQNLSSYNTAIEKLQPIM
ESYFIIFRIMHDEDFEFLLKSQSQKKQQQQKQQQKQISSLADDETVGNTEELSSLDFDSLKENIKEFDIQQIFKFICEQC
KVVINQMVRQNLKQKKSQTNKKSNDVLQKDPFEIIFKRHPYLIDFENKKNYFKQEMQNLKLSIHTSQKRKRIKVRRNHVF
EDSFQQIDSMKPEELKHKFIIEFDQEEGIDAGGLLREWFILLSKAIFNPDYLLFKPSSTGNTYQPNKNSYFNDNHLQYFK
FVGKVVGKALFEGQLLDAYFTRSFYKHILGQPLTYHDIEDQDYQFYQSLKWIMENDISIIGDEMTFCYEECVFDNKQIID
LKPDGQHIKVTEDNKQEYVKLICYAKMAKDIKAQIEYFLEGFHELIPYDLVKIFDSHELELMISGLPDIDIQDLKENTEY
QNYTQNSKVIEWFWQIMEEFDNSARASFLQFVTGTSKVPVEGFKGLRGISGLQKFQIHKAYDPKKLPIAHTCFNQLDIPE
YPSKEILKKKLLLAISEDRLKINNFNAKKWLEKELSSLNEEQIKQLDTYDINSGEEYNQQSIDMQLTEILFNVKYLQQKC
QDDLLNAQEKVQKNQENILQKQEEVVNLLSEIEGFLQNNSQADKMIKTSLNNVVFDEIYEMIQLKSRLNHNLEIFDVVLQ
LDSHQKEIQGYIEEGNIQELTNKCMSINETIQILLKLPKLNPNYEKAETILSMVINYIKDLLHLALLSEEKTQEKVQKYY
EILHILKQQEVFDEVVSQHKLSQKQKDEIKSVLEQFLPQQNNKKQ                                   
>Tthe_XP_001018739                                                              
MGNCMKSKGQDHISDPEKVNKNVNKIFPQQASSQIQQQQKSDIKQQNEIKPVKELSKIQLMKLQKKKEQQKLKQNEQIKP



LFDYLVEKAQEENPSEVDFEKVSQLMEQQDPKIINQCMLHKEMSGCTLSDYCLQNQHIYILKFVFERLQIEDFSFDDQKN
LANLIFKALISSSKQFNKRPEFFFSFLDLIENSEGLGKLFSLYLETANPYCFLQQSDQAQMFLERVKELIQKSIENEEQQ
KEIELLNVYFVKFNLPKNVEILKRDLYDSNLKSTFIDRQFDLSKGMKFQKQNSLIESEYNFAHYLTSKKRLDLVQQNWSI
YLELLLEKDSSRNTGASIIFSKQKASIILEMIEAYQANQNLFNQVLTISNQTNQNLIHMVIRNTSLSSDSIVTIIQKMFA
NHSQEKEKLLIQYDSENNIPLTLYLKKKTENKDLSLVELLIPAKIKNKNEKYPYPLLDNLEFPLFEFQMFQFLSIPSYVW
RVYPKLQKFYDDIDALNNQIFCAILSLREQSNSLCFALKKGFFENLILQSEYQIAKKYLLDQRYLDECSRMALSNSKKQE
ILNYLLLTGQNVADCSQFYIAPSQSALQIVATLKLKQEFGIIELEEETLKQYLDDIFELYLNQKEYFEKEEFLKITRGYF
QYKPVFYLFGCLQDQKYFNQIKQLYNFSIIDISNFKAAEAIQAAFEQVYFSHKTLKKDDLQIQENQKLKENRQIDLRNLK
FDLSYLLEQSKFVFLILQSKIKKQFTNILVEEIFKQDYDFNNLFSKSKQTKFTIMFIFTSPEFKKALTEKGIKQINRSFF
STYKKLLLLILLECINANDKENIEFLKEQYNPTSGDIILDLRSKRNFSYYQENAQKIVQNLISSDLLGRIKMILPYKHSF
NKQLINNLKQSDDVYMNLFYELMTTSSNIFQILVSKEKYVKILLLISNDQEEIISKIISKIHFALLCYNLPALQWLFSIV
KNKKIDKNKKDLEKLKDQQEQVEEHDQQNEEQGLDQVCETLYSNLNKLFHVQNDHISEDFVELTDEQIKLRRNIQWNIFK
EIKQNLSEQRILYDYSLYQSYGLKFSVGNKDFDPKILSSDYLKLVEIIEDIYRKREITFINKRNQKNQLLETEQIEFILE
QFLKRAEELYNCEIEEQDEKSDITFNEKNEAQSKRIDIVIHIKKIQQQLLKLGNQAIHHKDLNLLKIINKMFCQAIQDKK
DDYTIVSSYINQIVYPFFLQSEIEHNQNQKVQLSDENENEIDDENKITKNKSKEIEQTEMESKKIYFYNKDGQKEKIIYH
KKILQNKTLIQLILSSLISSNEQLLINIARIVSLIYSQKPSLINRFFLQFSGYKAEYVDFIYFFQKEKPIFFSRNFQKER
FEAILKVMHEEYSRQLQNELLTKENQKRTKFIIQNLNKDIARHGLIQKWENMQHYFKDILTKESEMNIIQCCICAYAGRL
LSSEPVSEEKYEKTTMYSNIRNFLSQILNQRNCVDNIKEPSSLQSYTAIIDNCLSILKDQYHSSQQLQIEYKSNNNIFNY
TSDFSLEITLNVLYFSLIYHFDDTFPFVKYLHNKKILNEQKDQGINDNAKDEINQLKQLWQHFILKSIKYGALSYFSIWN
NSQLRQFLDEFENDYLEIITAKEQNIIESDELFNVKRYQNSIIPFNSKFSDVNQEYLNFFVKNKSNLIPQNIDILQILLD
DACLSSISYFKNSDGQKNYSKIYLLDAMKKFDMKLNCMVCKDKNSRNNRKSKKTKVNLELLSPNNNQQNNIVQNQNKLNQ
YITQLSDEDLEHALTIGLFNLYDKSVWMLNKNKNQQCVLNMLYCLKFTFLKDQKILFELARLYIGQDSLFKYLLVNYYCN
SQFLSSNGQGEELLEFNEIISDKCIVFKNLAIMKQEEALLDIFNYILIKFTTEQKQLLKQTMCYFSSEEIQSNLENQFNQ
NPISVYDAFYLFQLYNLRCFLLQKEMMVLDEFSGNIEFIQDMNQEVCKTHQLSYLQSQKLIKVEESRSELYTHLNIIFKF
LFEELTSYQVNLPAISMLENSLFGFISLNAHLQYIYKSLNIFIRMQFNQILYTFCEIFNINIHKLMQSDVSHRENLQKSE
LFNIYLLKNSIYPDINMIKVIQDNPSYFKNCKMAKFLNKLNQQNIQPSISFLNSFFSKHFSNENQNAQLLKGEQKFAEIK
KLISKQYNQRELIKILCDKEKQYITQDKDTFNTILQDASLAIYLLKDNPLADQIVEQFVNEINDNREQYQIIQRDKYEQT
KFKTEFQAKATAVFQKEFTDSPFNKVLRSLVYYFSVQKGESLASIFEKVFASINIFSKQGLSFQYHLLIIKNAKEITESS
KDIQQQNQQIEHKKIQNPQLNEESIRDLIEDIIYYKLIKSSSESYSSQIVIYFNNFFKDIFQFVSNENNNLERQYSLLFQ
TVFRFFQTIYSLHIADNFPEKQIEISLIEGNGPILIEKMDDFGLTINIFYNYNHQQFTLNASDVQPLIDQVENYYFFEKN
MPFIEQQIELFNNRKDRLIIQSQFGVIPFIFDYDSIQHLELPEKREILNQIELRSQEYLKNEFKKQLSQNAQVVDKAEQH
YDSNTYFGLYSLVEDISMYLSFLNIKQKEFYALNDMFAPHNNAMMNPMEQQSHIQQSTTNMQQSQPFESDHRFTSQTMIG
SQVQNLNSRIGGQQTRENQNVLNSVKMHGAIFSYYLEQLPDNTYKVNLKKNNTISKSGYNQLLFSEFYEFCPFKEGKIGI
VYIPLDQFLQKTKTQSIYNTLLAQVISYEQHFMCALKNIEDNQNVDRNWYYSIDTDKQGNTKIVSKKELFAGYNLLRIKQ
MMNDFENELSFGKKEDISQKWKINVQSFLEVIVSGLFNIAQGSSVYDCERCGVDRDSIFSLFHYILSSPLLKKVIHIILY
QNFSDSGNIMKVIKGIYFEFNEIEINDLPQECKLSELDQYLEYGLDQIIRIGKTEYYIHKFMLVIRINVCFIKNNLSLIQ
INQNKKSNSGDLILKEIPILKNYIQVITNQYDFYEQIFSPEQIVSFILNKLEIDNHLLSISKKLSKQFSQSQTITFNINY
ESLYHIFNNDFNKAKQIKNPIKKIEQYDKIWKGLNNLKSYLLDQLEKNLQQQLDQQSYQDQFFMIFLNLIYSYETKQIIK
KRLVSNYRSYPILTKIDKTESLKQNKQLEADNFNENEDEFDDIDIAEELTDATTNKKISAQQIVQCISQVRSQFSTIDSL
KNTFLIQLNLNDFLLHAKKGDFCFIGYYSHNSNLNQNDYHYMMCKIAEKTDKKFTFESFFDYRSNLELLQENIKFALLNF
QTWPNPQLFSGQIQNYCIIDSSLKIQLIKSKAISDICQFFMSEDIQSNQDLLEGYLYRGSDNLTQDISLNSLIQLMPSNI
SFVFEAQHDQMNDNQFDLLNLQKQQSSIIRNQFDMLDNHIKQVVFRFDENYKFKKPILTPDQFSFASSVDSNQRIQEEYS
DLIESLRSLFSESLLKESQQQEMCFDFDYDPELENMRAINIELIEMNISFICDNIFDTFNQVISNFTYFSPKFVKQILLL
AYHNKNSRLEFYNESDIIRYLIVKLIIKHIHRIGLQFKPIPEQNNEELQLATYEENSKSFTINVFIGKKLDQIVVPSTND
LSYYLLKQLVICELKYILQKKYLSKNIESESNNYYQINQDLKDFNIIIQNDLKSFSSLHQGEYQILATQLLTLSFSIRSL
ALMSKLKFIDCSQFQILFSNKQSSSFQKLQNNSNNEILVNFGYGSLSFTTEFFDIIHILTEDNNQYLNVLFYENCNIDVQ
SMIEATSSTQLIINQSYNQNLGQASDLKQITNEQNYQVKMIDLADFNQLTEFNVESAVQGQSIQLKLKQDLSHLQGQGEH
FLYVVYFNKQAISYNYLLKSSDELLQQLIQQSSSNNYKINQDSFVIIQQKSLIGINQSIFDGIHLQFSQGQDDISISNSS
YAQRYAEILLYKKIRLIKINQDQKTSKTTFFTFDINSRFITNDMLLLTIRNSRSQTLNIQNSCQATIITNSNFPKDTPKE
IQIKYSSTSKILIEKTQLKGCIIEQKEFQSFQSKKDKQKKENLKAISPLFKIFKPKTVTRLIESNEEIEFIESEKQLKKY
QEIQRQVFMEDGRQSMYSRAGQTRKDVFHFYDGFGNIMQPTEPLENYQIKFKGKLAQAKAENEFYCEWRPLIKGSYRMYI
NGIYIPQSEEMIGIIANTIDENNIKIESSDQQMISYYDTMECQIYYKDIYGNNYTQFDKTASNDPFPLDIKCQPNSKNSI
HLIEFTFSQGNIDKVGKQKVTLKFDPKTTSNLNEPNPQTIVFYFGKKELHQFSLNIQGMNFEKRKRQFQEAIQKFKKNSS
GQSVRINRDKFAEELLTNFENFDLKNGLYINFKDEKGIDAGGLRREFYELVGKMMKDSTYQFFELSNNQNTEKYYFHKNC
LKMKQSVQYFKIFGKFIAHTILYEALLGIEFCEPLYKLITKQEIKFEDLKHVLDSQTYNNYKLLKELDAESLEDMCLFFT
FTNKGKVIELIPNGGSTQKRFQNAITHLQEGFESVFPSDLLFKFIHPNELSIYTCGLKEINGEFLQKLSTFSGGNSILQN
YYYRYLSESSTEMLQNFLKFITGSGSIPFDYSNFKLVIDFVSSMNINKLPLSHTCFRSIEVPYYKSYEQMKAKFDLAFTL
GSEGFAFG                                                                        
>Tthe_XP_001018715                                                              
MQFDKQFDGFKGDKQAFLNQKKKEREQKKELKVKIQSCTKIQTYWRYKKNVSIELKKKLDDFTKKIKDIKIVKQKISQQQ
QQELANKIFLVYPIFFETTLFIHPRNVLQYSEILLEIVSLLIEASKQSVMNQFEVLLCLSLFSQLKEEKQNEKQKINEFL
IEFYKNCKKVRKEVLVPTKYLTKLLKIEDNFCSQKGIRKSIKYACFTKPNKDIVLQSLLTSNSFQNLLKNNQSRASRIFN



IISEEQLNVNEFRINHLRNRVNNYIKIWSLIDIDKEQENVLQNFSNIFMGSLQNLVLQTKDLIPTSNQNEMEIEEENNAN
LMINEEIEKYKSKTKFYKQFSLELSSINLSVFAEDKTIKLFCNMINHLKQSLKIKLAQNFQLLKTLYGVFTHLNFDIGKF
RLHSKFLGNVVGLFCILFKKKLNLMDDEEFFGVLGKGNGIIMLDEQIIQNNFNLQEMKQIIDFFNLFAFKLLFTEAQADY
RPCEKKVVTLLKQLYSRDSRKKFYDNWILESEENQILLNNFNFKKIDEENSYMSRLLNRIPHIFTFEKRYQMMKKFITED
QSVQDRNPFQFYQMQDEDDENGQANAINSKNIFIQRGKELDDAFSKFHNKNMKALYKISFVDEHGFIEQGIDGGGIIKEF
INSVVRQGFDPTCGLFIETAERTLMPAPNNKNKLARYTFLGKVVGKAIYENIFIEPVFSKVFLNQILEKPSTLEDLQYVD
KELYKMLMNLKHTKDNVEDYGLTFSIDDIYNGAVELKENGSQIAVTKQDFLLKFDNIFLCRILN                
>Tthe_XP_001018714                                                              
MNEPEAHAFREGFASVIDQEWLSMFNHDELQLIISGKFTCFDVQDLKKHTQYKGYNPNDLTIIFFWQTLESFTDEEKGKF
LHFVTSCSRPPTLGFKQLNPQFCIQKSIDDNNPQKPEKLPTSSTCMNILKLPNYEDGNKLKLKLLEAIFSGAGFDLS   
>Tthe_XP_001017227                                                              
MSLPNHIQLGDDNFLNLQNYGSDPDFLYFSSLKETIGVCEKSIQHDVKELNLSTPFESLNQTVEFSESALEKLREKSIKQ
IDQQTNIFTKSLKNQISEYHFRNSIQINQNLKNKSQNSFGLVEVQHFMQNIQMKNGNIFSLNKAVQLIFEITQKCVLKVE
FNICFNKIKDFDSEIQKIKDCALDQWNFNKLKGNNPSKWPFDLSDFIKDIKKQPLLSQFNEPEFFNQEFINKVKQVIKQN
LAVLQQSQVEQKNRKSALDLIIDSTIAIFYVNFNRGSFEDLIQILDIIEESKQLLNEAEQDIFIQRFSAVVNPCFDKIEK
QIKMGSKLHYMRNLCDQGGFKVSSFQQFYKQSFFTTSMTTDGTYLYIYISSADGGIYKVGTGNNNTIPGKVYASQQVSKQ
EEICWTYLKGSLYLRTSTKEQSGLIDIYNCDTLEQVDTIQLKNEDIFEGAQQQQLNKNFPLLSDGDYLYIIGKKIVVQNL
KDTKAPEAKDLIPVPPPPNLTQINEDKKKEKIKAPEQPQAEEQASQKLVKKIKAKATKSSTSAVTQTQPPEDNEQIRMIE
FYLYKYDIESPMIEKKKEKVEEEFIQIDEYQLLGIQEQYQPELNKQPSQVQQQQPQQQPQDLNQEKQQPEQEKNQQQPDQ
KNEEEQQKQSSIQLLEKESKKIDVNKIQEEQKKDGSKTTIPQTPSSKQDVKKEQKKTKFGIIQKTLLAQSEIAQETQKNI
KNTSDIVVKEHSIILPLNVSCSLWTMNKDQITLYSEQGIKIFSKNPKDIHEIDPQAYFKFMNSIKNNENLSEANNQFLNK
IFQGDEQSLNSLKESNDFLAKFNHTIRFTSKDKSATMYQEIQKSFQQNIQQMQQLNGQASLQIEGKKLSMKKEESIRKDS
GTQPLVATATDKKAQSSSGKRLMKTTLITKLDSNKKIHQNNPSYHVCYDIKNGVYYVLNWLLNPYTNVFPSLITLVFDQN
KYIDQKLHSYIDKVDTLNNFSSNIASQSENQTSNSHIFEEFSIHFMKKLLILQRYRLEFPWKLNRWDYTYGYSLSELNSK
KSNSTASSSVIAAEEKKLLSRQKTKLLQRLNKQLEYQKPLIQKEREQLKSQQKALREIQKIYAFCINGSVETFNYIYQKI
VSFLDSFDKSSNLAQRKAILLLTSLLYWLKHCQLLTIREQQMDEKFSLLIQKFFNLLQDQQVSVDIKQLMITIIQESWSF
LTKNHQNQINILNQIKNIQSSIKDTNLSDNLNWIEILYKNQVDVCQSILKDFPLKEYMVEQIKESDVVDEVDQNTNINNI
YRRNRYLKVTQKTFCEPIARLLFDDITYCKEILIYHSSFEDLYDQLFVYPEKSPKTLENSQLDAKKKEIEEDEEDIYISQ
SQIEKHKEYSQTFWKMIEDEAISSCQISDITLQQNFKSGLLLWKLVRYLLEEFQIQLLKIKNGQIEWEQRYKISKRFINL
IESALECLAQNIKNIQTAASKDYLRQLIQEINGCLALYLQLSFASSISVYPKSIDIFYTLKKIFAHMKKILMVEKGSVQQ
NEGTTNSDQNDNLPSELCFAEQIYANHSEGLDQTIEKVFETNHPYERGKVIQFEQNMFPGAIAIAIHFDKRCQSDASNDF
LQISGWYDYQKGTQTGYNIQSREGLGKTFKLSGKAVPKRQLILLGNTIQVEFHSSGHAKDEKSLSRWGYKISARPIYGMN
KKMWSEEEASEEFKKIIDRFGNEDLLTEWLNTMKLCIISISEAIKNISQNSIVSAKEKNLNNFLKLAILKNGYSSKNRED
YLVRFEDFSTNPAQGLWDISNVVATQGFEQALAIFQKFQVPTTHENTHSSLKQDLYFKLYRQLSDDYVERCFKYNFCKEK
QEQNQDTEPTIASINWNVQVTNSILSSYIKQIQEKQGEFYNFYQEVSSKLKDPTQYTHEKIRPTFKKEFKELWFQCEALL
FLACLYHCGLIQIGLSQSKEYIIDHLQGLQTTRNEIIAKMLNLVQQEKEFQHTIESLYEAKVEFDDEQNKILQEKKAQLE
QIEKEEQLKKKQQEEAAQKPAIQSKPTEKIVKQGKKIKFIRQGAPISSSNKPKSSQPQKEVGNQQTNQTSASNTEKNNEK
ESQKLQNGEKRVPRRVERIEDENEEEKEQIESDEEIQEDIDFNRQLRRTASRKVLNKQMSQKEEEFQFQPELESFLWEKF
QKRYGGGNNDALKQLCESRNISYDEDDILTTTKRIYNICKQTLIKLVKSQKDASKKQGESSFQLQILEQRSAYEIIGVQI
AQKCLFLLSLNYKQAYAQSTSSQTNQSIDGSVTDMMDDLPDLAGGLSRGDSTFSDLDIKPVGVNRSISQPINEKTIDKDK
LRSFRAWVDSYQKWKQYRKQDEIPEIFEQTEEYNELYSIHNYNPLKSIAFFLCSNVKCDDIKTILDHQDYRCSRRIASIS
LLNSVYSLTSNTCFERYVIGIVNDLLGCDLHQDVTCAGRNLKELYVEELKTSFTKSIEVINKKVEKMMKIRLQDMIIQVQ
KVKFENKMNIGLNGILQEQLKTINLALADILTMVSGTSDLLWKIRRLTSQGNSQSSSASNNTQNNDQYWAGLNTFFSNLL
SVGLISTSFSQMYNKFEDIVLLVNYMNHLVENILNKVIQSAPYRYVEVLIEVIHNHIMKEYGLQKIAGAEENKKENYEIN
ARVFLRIFDPVGQLRLSFLLQTLDYCLSKRYSPMREKQKQAKKNVTSDLPVFYELTQSLLFYAYQSETPVQVRLVLRCLK
KLSHLFIINDDQAKNNNILSSPFNPKYFFYEVQNLQEISVHCSKELTQNYMQILQTIPKPVLKKTYLEFNKPSSKIFPLH
YINLLFEKIGNYILNEKGEQSEPTLRQSLTKLLTKVQISNQFKNRNSSLYLTFNSEQNKKRDKNASVVEKSDNSSNTYIV
LGQLSEEEDLTFLLKVLYYWEELYPTSTSLSLPKTVESYLEQKKILDQKKETLQKTTAASQSQTEKVDADANSSHSQRLH
KLMDKIFIALPEINGISEKEEELPVGWQFNYIGLFSDLTVFQSDTKRGKIKKKVKQVWQNLGIATLMKKMDQADKDIKEF
EETDTIETKMEIIKAKNFIHRIQAHLKDIQTIASLFNIFGYGPMFDFLPQDKAQELASLVNFGIKNQLKPIPLDGIKEQY
KKIIDPNDICLPRAEKKSVVSKDPEPEKQSQMVVQICSGSIFPQYEIGIDIITSLSSKESFFTEANAQSIIQTHCKGGQS
TNNIVSDLIEFFRYLCVNDENQFNLQQTNLKLSLESIITKNWESEFSPLDRSVITGILNVVGGWPQSVRQTAKCILNNVD
YEQDTECVLSGGIGSGQKKCNIISTCSPTVAVQTVQLRNITPMYEEEWAIDKFDCFSELFQAIQKCATLMNGANIGQPIK
QKTPEPKKADEQKDQKADEQKDQKPSEESEKPKSGSEGEKQEQEIPDSKEPAQNQQTAATETSKQESESQIATEEEEKNI
QQQYQWRIRVGLLMRFLLQIANKLEWNRAVEKNLLTKEQGLKLLEIIDSMCKQGLSQEKMNSIACEEEFISSWEQYIDKN
QSALEWIKFPKMFNRSKKKYTFLKDSSENFPSLKKLTSSQAADETGDLRDFIFSPSPYIEQLPQDQPEISENKLLKYWEK
FVIPKIYDFVKSTLKPYELEDFFEQIRYPLRKGDQTRAMNVAYIICEKNLPSGVVLPDANHDWSTISIEDVRVGQWLLAS
IINKKTNSLLTPFFSREKLLAGGNTNIPVLAIGIDARNSAVLCLYQDHDRSHLISVWIPVTCLKNPEQPIRPPASSYSLN
YISESFLQSMIRSITVLSRQVLLQFFSLGTNALTQLPTVDVLVKENNLLNDLRLSFLEIIRSSIIEEIVDDPLFGWIKTN
GSILYLQSDLYKQIKQQHSHISFVPKQENDQFAQLRSHIKHDTSAHHDHQAHLYPFKKLRQIQHFIDWAGLENKTTINLL
FDFIMQSFKPQITLINRYVQDINIVNLAQSNSPDGQVQNSSNSKPFRLCQFEGPDSEQIGAIILSFRKDAFLGVYSGLKF
FEDELGINKISQLNAGKQSKKSIEPMMFKGRDVYCSYYFNKHQLSPLEQDSNQSTLPCVIYGIPKDWNMVCWLIDSVSSS



LMKNKDDKESLEKLGKIMTLLTESFDYLKGPCIVKQLLAKLIIRTARKLRFLVRSQIYSGVLIPNSNEQIKQHWQILGVK
QEFVKNNITKANEIKSRFSQETNLYSSFTQDYIEMLQTLTVPIIHLKEDLFTINPKQLLSENQDSQSLPKWLEVGANLQI
LMNFFEDQGLLSNEIYNKFQNIQMEFENLQQEGIIMIKNLPSEWTIEETRSHILFVLEKSKLRVLNPSSDIFVLSEDQYK
HLQSKQKQSDELEVPQSQQQTQNKSQKLCIVLTDGSAVLDLEEVAQEKKREQEEKEKLEAQQNGTDKEAEGNQAQQPQAP
AHPEFWSCDTCTLQNAWESQICDACESPKPENIPLENDDKGGDEKKENENQQDQEANEIPLDEILENERKEEIEKVNKFL
ENMKSFVNDYYKTKKQTLSNQITELINQKKELEETFNKEKEQLEQEIKKKSLKDQKKQEKLKLLEESKKRKEDKRKSSSK
KQSKDSSVSNTTIASNSAANSNLQDQITLQQLEEQLKNEETKYTSKTQEIDQKKQQFDSEIQEIEQLQDSCLTFQGQNSV
ILNSYTQLLERFLCLRFLDESQVKVKQCVLNKFDQRCQNLSSKFLEELASQMNISEYRNHKNIQNKFVSLILDGKALEAI
KILSKLGLDIHLDYVAHTKADQKLVLPAQLLSQLVQFVEIEVCKETKMVLKYNSTNIRFHLSSYNISEHENPIGYSSESS
VLPYKKLTEQPLADLRFSWALLKLINKFLQKNVSLLNMSSKEEPLDSHTQSQKYKNGGKLDLSVSDQLSENRSFWLSPIK
IDLSQKVLNMTSIKRDSVPKVQVERLKLQRASDAAAQAASSQGQNQMNDIFSHHSTKTQNFKNIVSSHHKEDFLFTKAFD
QIKDFSVTLLRPVKPTGTDPFIAFETIFKGELVMGESGPYRQFFADISSELQPNVLSAHQRQLNLLLPSTNNLSKLGDAR
DKYVVNPSAKSSYQLQLFEFLGVLMGTCVRTGTHLTLDLPQILWKQLVGEEITLEDLEEVDRPVFDMIKFIDSCEKTVFQ
ESFFETYTTTLSDLSTVELKKNGSKINVTYEDRQDYIARVVEAKIRESSLQIQAIKNGLTQIIPQSLLNTVRSADLEMWV
CGRKKVDFDLLKRHTIYSPSINENTPHIKYLWEVLHELSHTESLRFVKFCWGQERLPANDEEFERNQIRFMIKPATYQTY
QPDKALPKADTCFFNLELPAYTTKQALKTQLLIAINTDCDSMNAEDPIALDPEPNYGGDPGNYSSDEECE          
>Tthe_XP_001009910                                                              
MKIPEKYYKNHPKNDLKQLDDILKLKEDSEFIKALKSLKKNTDYMNRNSMYQIAMLLDRCDSILSKNNDLQNKKINDESI
NTQILKFLEWSFEYNNFYKLFCSLEYVIFILDNTDTFKNMQLCIRICQSLVRFSDESNISYQMIPQKFIYKEKLLDYVKF
ACHHVNILNGKGIKTLQKKDNSTVNQTGFQLSEIYYDDPRIEILKNRKDVQSGFKESALRKSSVQGRILKLSTDVTAELI
QNNNNPLESMVQDEVNQTIYENFFTQSHLKSIYFSTYSGEQPYNFNEQQENSENNNNKNTYAQLFEQQPNQKLQSEQTQG
KESDKNEIKDIELRIDALDFENKNCAEIAQNLIKENSLKVDINTSEFSRIRVALMYLKHRNNLKERNQMIHYFINSFKIL
NRIINVKYKQILNGIATLKFDESGEKIIFDQEQHEEYILPIETAVNQDFQKKFISMIGEKYESAQNINYQQQIAEYIIKI
ASNTSETISSNQAQEIGKNIKLIYSFQVVSKARQTLINLIKNEQVNRQFQIFEKYILPQLLIHLTYCKMAESLQYFDAKL
NQWKNITKEDYYSTISLYLNCINNIFRNSQNLRGNQTLSRKILQTNIFEILIDTLNYFHNLDFFINSLVFVYRLINEQPQ
LMNSLVQKGLIKLQVDILEREEIPQDITQIKSIIQYMIISSITEEGKLIITNSKIMSKIFNIFTQKKYVDCLTIAWVQGD
PNNQNPLLQIAEYMARNIRNLEQNAPNEKPVIIDLIIKTFENLIKQKDKFLDNFQKHMNKQPYDTNDLEFSHSEHYQIYS
LFLQLVKFPVLDMVDTYSKKGLLGYMINIGQFMGHKSLIEVHAILKKEFQMIQKMLGCESGSFQGVRDLQSVIPNELFYK
TSTLDHQKVFENPDPELVLPVQLFNSLNFVEGLIRIIYISLRQNKESKIDPEDFAKTVNQMQQLYVILTNQQNNELMYNL
QKKYEQTLNLTDKKKIESEECECIDLYNQTQGMDYQNHQANIYFAMRSIFKALLQGKTNIIKANTQQEVYARAIQKVIQN
INHLDETEINNLNKLAELNVNFGHIILFLDVYIDDAKKKGVFQQEYVIDLNLFAQLYELKILDKLVDHIKMAIKALSQYR
SKDKASNLHDKLINSTMVSLTEKLIYIISNIFITHVDISQDVYINSNKLSDLGIENILNGINYYFIEQFEQIISESLVPL
QQETTFIPLVEVLFQKIVKVFNLVGKNAPLIIDIQQSLLEKKKLEEEERKKKFNADVKQLEEMGFPRRRAIEALRRCNNN
IDEAIDNLASQRFGFDGNQDQGEEDSEFDSFQNIGRMARGFSTNAVQEIQKKSLDLESSDHSELTSLLESNKQHQNEQKI
KTKNLQCLKNKIQEFRESTSHLLLSNILKFDKSELLVSDIILKYLCDRGNEEEKDKNISQQPLMSIPDNKVAPSTSNYEV
VQIILWNFRYLANQLNDSKNSIKISNKVLPIDYKPKIILNIDQKSGQSPIIFISYLSRILLILTKIGQKSLKQVIYKNEI
FKFCGEVTEKKIQNENLSEQDQQVVQLFFLRSIVYAHKFVENSKICNNASVSKKNDQSISSLQANSNKDDSMLSKNSKKK
SKKEKQKGDIFEELIKFLQKILDISVNLNENKKIALLNNKTVQGIITILTQLLQRDWKQLSKEIYDSQILNYILKLKNIG
SLDGILEKLCHLYTLALNDEEVETVSIEAQIKQFFLYHKHSSQPQNSSQNKPNKTTEDSNVQILKESNLSQNKEDAIRIP
LDIFLQKFASFSQVSCFKNIYNRICTTKKIGGKEYTELNKDIDIYKCQIPVSTSSTNQQTSTTTQKKKSNSNSQNSSIMS
STQIIPSSLLLNPSKMDYTSNFALKNQQTSNFLNLLLETFITKVTQKISNHKNLSKQKTKLNESPTNDNKGQQEKQENEA
DLQNSQKEDLQEIDEGVLLYLIHYIIKKFPVLTPVVCKFKIAKIVQKALQSEEDCNSLLLTPWQQKGQINQIQCQNLNQL
NFVHFLTRVVMKYFQNFSRDLLLELCMDSFVMRSSHETYANEIRKQVYLDIFTFLDQPNILESPQSVHNLITYSQLHCIL
LNLKQFKNAVAFNSINSQMNISSNTDLVSYKQLNIQQLNFIKVYNNILSALKIKQYYQYENIIPFIYHPLSILNRYAFQN
ILIKDKKNLSADAKYIYQTVSAQFIPIKFGNHLLTSNFAAEWQKILQLSDTLNGNQYDQQIYEQQLGYNQIDPLDERQQN
FIGRFGDFIEIDEDPGELELQMDNPEFQIQEEEEVEHILRRNELQDQEQIEQEEEEDEEAFQQAEIQPRINQFENQMLIL
ENSLSQDPNRYILEPDIEDADEQEDEEQKQDDQFEESEEGMSELEVQGHRINQQLYEQNVQVGGENEDQEVAILEQEEDI
QGENDDEDEEDEDQDIEDIDDEGDYDQIFEENKTNTQNSSIRNPNLTSETQVVEKDIKKYLKFDEKTLFCQHQINLALLD
LLKKLIKQKLLGKDLSTFYDLYQHLESRYNSYFQKSAEDWKNIDYNYQNLNKQQKSRPQRVDEANYIEQYQGLINDLMQR
DPSDSNLRELIRQIEEGRRSIFNHVGQLDAMNNEQNDIQNIFQPLWGRIQSYNNLLQNQLNNNRRNLNEAAQTNEQQERE
YNQMMRNMRDILISDAVEDVLPNSQGQDQAVAQQELNAENNNQSINNQANNNNNNESSNQVGELNANSIESPILSPMQQE
SSPLRDSQPNQPDMLQVQEQSPQIQNQQQQQESQAAQMEQNLQDILQQALSQSLQQNVQQQTLQQNTQALNLQMADFSSI
LNSISTISNTNNQQPQQQQQQNQQHSSSVEVVNQLNSQQLLQQQQLQHQQQQQPSQQESQLSDIILRELQNSFQMIQQQG
GNNNSNQEQQIQQGSSNINLQQTNFNSLLTNLQNVIGLTQQQQQNSQHQQQEQESAEIVQQQQQQEQVQLQQEDPQQVQE
QEEIPDFLQRSLALLQQFNMDLGFFERNSIDPIIFDSLPDDIKLETIYTYQPTEQAYQEQLLQQQRQQQAQQNNQQGNNN
NNQQANQQAQQQQQQQAQQQQPQAEEMDAATFLASLPPHLRDEILLTSTQEFLQQIPQEMRYHAIMLQQRGAAYDNQEAE
LNQLRKREQKKALEQQRKKEELKQKFLKMKERRDQIVEDATIAPLLSEIADEEVMERVIELLYVGSESFINYPFNLLTSL
QENPYSEYKILDAMMFILRNPSIFILQNQQKQQSKESQSNGKIFPPNEIIQRNKEPVTSSKEVYQQIAQKILFLFCKITE
KNILFFIDKEKAESSFDSIKCISDLKDIALPQTSGNKLRKMPYQDLTQLLTSKVIFENTVLLELLIKLLHNISKKYYTYY
FNQPTLSDQSNESKETQAFDNLKLKSCTSTDEERKQLKNQSIKSICQVLSSDHLSKSSIKKISDIINYMCIDELNLAEFI
AELKSIIMVFAEEINLILDENLPPLRVNSKDQKPLKSIQESVQGVSKVQKMFSIIKELFEKSQVKEVDQKQKEPEEEEES
KEQSHSNKKDQDQNQDKETTLQKFNKEQNIKLNNIREKIQLEFNQLAQDKQLQNLWINLSELFSLIGENNDQAKTQQIVQ



TLQPLLESFLIIQFNMQNKQTVDPLVQQLPSIPNISPQSSRYKQQLQPSEEFQISHLHFKDVRERFMGSHHLFYFVCEKS
KVIINILIRAKLSEIARRQNQEIQHRNSRGIEDATILKEPVGLVFKYIPRIIDFENKKLFFQLEINKIRASSPSSQISLT
IRRKEVLVDSFYTINQMKPQDLRQRLRIQFEGEEGIDAGGLTREWFIILSKEIFNPGYCLFLPSQSGNTFQPNPNSYINS
QDKQYFEFVGRIVGKALFDGYMLDAYFTRSFYKHILGQEITYHDIQDQDNEFYKNMKWIVENDVTGLDLTFVYESDQFGK
LQEIELKPNGKNIPVTNENKQEYVQLICKHRMAIRIEYQINFFLKGFHDIIPKDIISVFDSHELELMISGLPDIDIADLK
ENTEYHNYSQTDKIIQWFWEILSTYDRTQKAAFIQFVTGTSKVPLEGFSQLRGISGYQKFQIHKAYNTEKLPTTHTCFNQ
LDLPEYPTKEILIEKLNYAIQEGKEGFGFA                                                  
>Pmar_XP_002785797                                                              
MSGKETPQRQSARLARKRRDTPLATAALVTPAKPTRRRASTPSTRATSTPMRNGKGNQEGHTQESPYAKRRLKWQASLGQ
SFRDQSDSDDEAGVAEKTEERARKRRRFRSGVQTQEEESPCEELEGSVEAEEETEEGSDDDGESDSSEKRQEEIRKLRAV
EADLTRKLFAMRSAASPGVEEESDHDDGSHPYHGVAPPPSSRAPGLPRLKSSNFDTSSIEGSGDDSDDDSEDSFFVPDDD
EGEEMRPTPIQVDGPISMEAAPHWRETIPSHWPVWFRQEVRSTPTEVEAAAEVARCIVGRGKLRHTNGSASALEKVCATC
LDYDKDFWGGLTTPVLTAPHGPHRRSVLHGLALRDCADTVRNILWELRGTCVSITPARLRDRYGLTPLHLAAMNPTFDGK
GIRSLLNLFAPNLQFEMDKEYRSNALQLALFRPDVVVAATLLAGVKGSDRRRLLKSRAFAERRSAVLIAAAERSVEKLTM
LRPADYKEIDGQGNTALHLAAGSPAAVRYLVKYGVCGFNCVVKDTGVTPLHMAAVEGSALGVAQLIELGADAHMCDTSGW
PPLLYALQCVESEDAGADAVEVLLRHDTAQPGFPQLSVIKDLLKKDPNRTRPRVVRLMRFVCERPPFFKMLNDFLRPRLE
LLLPGQPLAFILRARSVEPFAAALDMENKMRLLSMSVSQARPSFVPVMKFKCLRGPHFLQETVKRVLTFDSSQMRWGNLS
VSWCNERGSCLGPEREMWTCIFDDLPDFAFERSDDGRLLLPRRDVDLEVFVGIGRLLAMALLHHIGMRLPLHRSVVEALK
KADPFEPPSMEELWEWLNVWSPTFHNSMKYLQDNDLTGLEEELCLSCGEDNKEEYILCQLTEKVHRPAAAAALKRGMRDV
LKSYELRLFSSDELAVILHSGGDTPLDLADWKAHTHYEGYDASSAQILWFWKLLHGLSDGEVRLVLLFATGLTSVPLGGF
AELRSLSNSAPGFRIVRTAIGDPNCPDLPRASTCFNQLTLPAYDKEKTLCMKLMTAVRLGSKGFEFA             
>Pmar_XP_002777250                                                              
MAEITPAVVESARHRGVSLAEQIMTTLREETAENERTHRKTIVNSVKMLGMINDYYNNNEDAARTWTDDVLRSVADDMAR
SEPIGPQNYQGEPVYIDFVHNTYIDEFANACRYVVDRVLDGLDSSCLFVECGGMEKVAEAAVSDKLPPCWGHMTYGHPIL
TLVKQVAHFNHQHHARHTQFYSEDPSNDSELLSAFVDSAIRILRDDSISQEAKLHKVGTLMSLLATALRDSSSSLHEDTV
ECFAELLRVMVVQTDFLTDLLGGPHAPDQFNYQFNVCIREMKDRLACREYDISLDIALTCWLSVRVLLSQISRVVNYPHR
TLSRSRGQPRAAEGQGCLLGMPNGRDTMLSLTKALVRVMEKTPLMDPMQSQALLMCLSETTRYYECAVEVLNTGGLWMLL
TLPQISSYPGMLAHLKTVMLNICRDDDYIVMAEAKPIVLRYLATHNDHVRASDGRPWVKGREIVEALAEKLGPVCIGRDV
GDIIKRTLAKYTKYCDSDEGWIALRDEVVEEANGLGDHPVTESNSTEPPEMAIPHNLAKTVSTLLVALRVCMMGRGIGPA
MSTSAAHYQSNEEAAYAASGEAKVANGAEQLLFLINLPGADEVQAYQLERVQEVKGWLGEALGVLQLDQPYSPFVAESML
EPLVPLTRCPEFPDGGNVVPKGEQEGIARADSVGDSSGNLSPRHENMEEAVEGMPAAAAASPAVGEQEQQIHVEILEEMD
DGDEGPGVGLADSILDEEEADRSSVDDAMEVAPLTVAPATVQGTFSLGDVISQSWMGLWCRQPSADDDEEEEEEEEPLFE
AAEFMGDVGVDGELRDVGMGEMEDMDFEDALAGMMMGDDGEGGSDEDEEEDRAMQARDPTGPWGLHELMRRGSGRPGEGR
WMATAAAPGGGGGSVVAARVGERWRQSGVLPPARANIEETVLGVAEAVEHMAEEEVAVAPAPVVEEAVHQQQEEEAEDGD
TVVPTGGDTAEVVDEGEEETTVEAAEEEEAAEDIVLPPARVEIPALSAAAARLNVDSSALLDATGIDPTVLEALPEEMHE
DIIREHVAQIDNATLRRLQQQHPGAAGNTSRAGEGEEEEEEEAAVEGMDNATFLATLTDPQLREEILMTATPQFLETLPA
EVRAEARALRDRAGTIRMNAMRAPGGRGVGGGRRGGGQQLQQQEAAGRAGGANRIRIRLGNGWGQGADVAPGPGGQMINL
GAGDAVHLLDLTSQFANRGGPPPHPAAVAGGGSMQNRALVNLLFDVLQRSETTGGRHWVDGGRLWDVSAPPGRGGAMDVG
SRFGGSQMGGRERAGGGGEHTAISDRKCHLYDRLELPPPMPLEFVDTLLRLLWMRYLLPGLKGQLDEITHHLCLHKALRL
RLYTAAMRMLLEILRGADSVRIDEARADMEMPCTRLLGQPDHPPFPRLYDVPSGDDPAKVRSTMTSRLLVAVEFILTWVV
SASTTGKAPSGIELLIDLVSSSLVDASAVSLGNLLLLLSKLIVPYRGRPAGVTTTREGSSDGAPRSSEGEQVAARQRQRV
EKSQQRSRVLMQHISADAARRLMGYVFGPASGDLVQRRSQAARMDPRYEMIGDMSLANPFGMERVLHEGIGLVVALAESD
SHGRQLRGALAAELGQLAESIVELLKEPAECEEANEKLQREGQRLMRFVGAYKQVARNKCRNLPEEEFDIAYRNTLAESI
HAVQVWFWSVVEEFNQQQLATFLQFVTGSSQVPLEGFKALQGMRGPQKMSVHRAYGADRLPTAHTCMNQLDLPNYGDRET
LKAKLVLAVNEAHEGFGFV                                                             
>Pmar_XP_002772826                                                              
MRNGKGNQEGHTQESPYAKRRLKRQASLGQSFRDQSDSDDEAGVAKREEERARKRRRFRSGVQAQEEESPCEELEGSVEA
QEETEEGSDDDDGESDSSEKRQEETRKLRAVEADLTRKLFAMRSAVSPGVEEESDHDDGSHPYHGVAPPPSSRAPGLPRL
KSSNFDTSSIEGSGDDSDDDSEDSFFVPDDDEGEEMRPTPIQVDGPISMEAAPHWRETIPSHWPVWFRQEVRSTPSEEEA
AAEVARCIVGRGKLRHTNGSTSPLEKVCATRVDYDKDFWGGLTTPVLTAPHGPHRRSVLHGLALRDCADTVRNILWELRG
ACVSITPARLRDRYGLTPLHLAAMNPTFDGKGIRDLLNLFAPNLQFEMDKEYRSNALQLALFRPDVVVAATLLAGVKGSD
RRRLLKSRAFAERRSAVLIAAAERSVEKLTMLRPADYKEIDGQGNTALHLAAGSPAAVRYLVKYGVCGFNCVVKDTGVTP
LHMAAVEGSALGVAQLIELGADAHMCDTSGWPPLLYALQCVESEDAGADAVEVLLRHDTAQPGFPQLSVIKDLLKKDPNR
TRPRVARLMRFVCERPPFFKMLNDFLRPRLELLLPGQPLAFILRARSVEPFAAALDMENKMRLLTLSVSQARPSFVPVMK
FKCLRGPYFLQETVKRVLTFDSSQMRWGNLSVSWCNERGSCLGPEREMWTCIFDELPDFAFERSDDGRLLLPRRDVDLEV
FVGIGRLLAMALLHHIGMRLPLHRSVVEALKKADPFEPPSMEKLWEWLNVWSPTFHNSMKYLQDNDLTGLEEELCLSCGE
DNKEEYILCRLTEKVHRPVAAAALKRGMRDVLKSYELRLFSSDELAVILHSGGDTPLDLADWKAHTHYEGYDASSAQILW
FWKLLHGLSDGEVRLVLLFATGLTSVPLGGFAELRSLGNSAPGFRIIRTTVGDPNCPDLPRASTCFNQLTLPAYDKEKTL
CMKLMTAVRLGSKGFEFA                                                              
>Pmar_XP_002765605                                                              
MSSTDDSSPGSSSSAETPAFQESPGDLDSPVEEDSVAVYCWGDNWCGQCLTENEEGKSVVERPQRVCELDRRHPKSLCVG
PESTLVVSESGRIYGGGLNEKGYITGPDGDDSESLFKPRLVAYQELEQSFVTAVNCGDHHTVALTSNNLAIGWGRDNEFG



QVGHGQPSIKPMPPRMMVTPQEVCQVACGGDFTLLLLETGEVYGTGNNSVGQLGTGNTEEITTPKPVLNCGQTYGVPIRQ
ISAGDAHACAISISGVLFTWGSNRKGQLGRENAGHREVLPGPVSCLPPTKAVQMASCGAQHTAAVVQGGQVYLWGDNAFG
QCGVDAVEEPILPIPINLQSKEVWRTVACGGHHTLFLDVNGQLFGCGSNEDGQLGTGFPGRSSELRPTLMPRSLAVFSVA
AGRSHSAVLAIKSAERPMVPRVRTSAPKALGAAELFKARSMAFPRAGREGAPARPATVDPGDGSALRKQRRMISTPVEGV
APLEPSDDSGLLKRADPSERHAGHKRETSQKSATVSEATSMMSDASGVSVSHNLPRTISGGSKDYLAQKAGGRISLTRSS
RHGVIHAMLRQVVTPGVGSTSFAALSAESLLRMVHTFSRSTGSSMSDDFVTSVANDLKRSLLAIFRTQDGIQMLNSSLLY
PGHRRSVLDTQTAYACFTELWGSQAFQESNFEQELAVVVRDSLRDMSGKSLETADQLRGILTVMLLPLMDRPAGIWCRQR
MGELISCLSPKGKLALVDLIATECPQHYILSDCLMKTWLNQANALANEVHNLGGGKVAVLSQAMIVLTVIISAAEKVGLP
GAEEIAVTGLAEAVPPDVEFMMYSQTWAKEYLKPDPNGGRPIGRLPSKLEVLAKPECVGPNTTTVTEYMASMLGYGSLVP
LGFKNKVLQVENVLRQVKHNQEHLQAHPGIMVDAFMRGVRPKTVLQVQVRRDHIIQDALRVVAETDDQQLKFPMMVKFEG
EDGVDEGGVQREFFDILCKQLXXCRYGMFEYLPEARVTWINSNSVESPENFQHVGTLIGLLVYNNLPGLGVPFPRVLFKR
LLQGSSAELTVEDLEEVFPEESHSLQHLLDYEPKDPQHSDEEVKDVFCISFNVSYDYYGESRNHDLIPDGANVPVTYSNR
EQFVKEYVQWKLVDSIKAHYDPFEKGFYRVLGDSLTLCTLTPLDLHAILCGEQKLDFDALRKSARYEGAPFKEDYPYIQA
FWKIVSDFNDTQKRQFLKFFTGSDRVPLGGLGAIKMVVQKNGGEPTDRLPTAYTCYDVLLLPEYSNAEKLKAMLLAAIEN
SEGFGLQ                                                                         
>Pmar_XP_002782392                                                              
MIVEPVVNEDDAEGQQAGGEENAAAAAGDDGGEDGQNGDNAEEWADDDVYNRLEEAVNEDLLDDLDDDDDDDEEDDDDEP
LVPPESEIHPAESQPDELEEERDMQLEREQMENIDPDDIDEEEEDDDDDSDDEGSGDDDEDIMGVEEEEGSDDDEEDVDG
DVMDVLRDVVMSAAAPQGSTTTTGAGGAAAAGGSSSVNTPAPNRGAPNAANSTATSNATGDGDHQAPIASDTPHRGGEGQ
PSGGSSSGSSSDESGSSSSSGDGHIVIEFDDGHNDDMMDEEEEDDDEEDDDEDESSDDEGEEEEGSDDEDAIPLLGFDGD
APHGRMYRRNYPRGSGGGSHLLLPMLEDGPGRALGIRDLLPRRRGSGGTIGGPMGADRVNTNPNAIPPSAMLSTQAAAVD
TSQYPQACIDAANRMRVPVGEVLVELPPDLQREAIIDAVGTMDEGVLTQLRNEYRQQNPQQDGDNREGEEDGTAAADAVA
AANEAADFLNALPPDLRREALISMQLDDPTLLDALPSDLRMEARAASAEVEQRRRHQHELLRRPRRRWNGSAAAMDSSAQ
QGAQEQTRRLRAMGDSIRGAVDNVMHTTSSSTPEGNSGAPRQVGTYLSPFSEEGGGSASFYEDLLAADDGPLISGRRFGS
GITQRLNTAGGASESVAENSDMFLFDASRGNRRGGTSFAISGPGMDADSAWGPAAAFIGRPQGRRRQDLGGGDWASASSV
RTLAQASPGGVAATARRNGPMLTSAAMESLNLGLQAPLRIITTRGSSPASGTGGGQAIDRSWLQNPLQTEEIAHMYSSGS
CPRLLLWGDLAVARPSPSSAGPDALAEGAKHLLRLLFMRYQPLRPLVDKTIFNICLDPRLEDAVLQVLVQALLSLACSNN
RRHSHSVHGWSFLVDDSATSSNGKITTTTINDDNNNDEPFPPWYLYESPMLPSGPGRSPTATGVATDNTAPSSVTASPTV
RALARSVGCGRVLNAISFLISTIPRTRQWFASPSMIHNALLQRSSSSSTLARTVSNSSPSPKRSTSGVKRRRSSMTPAEA
PEVRRSKRLSRTQSVAVEDGGEASSSGSVRKLQRTKSSGGKEGGKATMSEEKVEGAPAAAAHHHQQKRASQPILVAPVNV
VMQLLGSPLLRSSPAHTLFLVTVLVSMLTPPSQSAAKSGAHHNNGPPPPRTSSTPAPAAAAAEEPAASSTAEGSTKPGAK
KSFYKHMLGRPVTWHDMEAMDPDYYRNLKWILECQDEEMLKALDLTFTIEESDFGKTNVVELIPNGSNIPVTLQNRQEYV
QKVCEHKMTSGIQDQLQAFLEGFHELVPADLVGTLFDDKELELLIAGLPTIDVEDLKKNTEYVNYSSQDPQIKWFWKCLE
ENFTEDEMAWFLQFVTGSTQVPLEGFKALTGMRGPQKFSIHKAPGDKTRLPSAHTCFNQLDLPDYDTEEVLKAKLKQAVC
EAHEGFGFV                                                                       
>Pmar_XP_002781372                                                              
MSSTDDSSPGSSSSAETPAFQESPGDLDSPVEEDSVAVYCWGDNWCGQCLTENEEGKSVVERPQRVCELDRRHPKSLCVG
PESTLVVSESGRIYGGGLNEKGYITGPDGDDSESLFKPRLVAYQELEQSFVTAVNCGDHHTVALTSNNLAIGWGRDNEFG
QVGHGQPSIKPMPPRMMVTPQEVCQVACGGDFTLLLLETGEVYGTGNNSVGQLGTGNTEEITTPKAVLNCGQTYGVPIRQ
ISAGDAHACAISISGVLFTWGSNRKGQLGRENAGHREVLPGPVSCLPPTKAVQMASCGAQHTAAVVQGGQVYLWGDNASG
QCGVDVVEEPILPIPINLQSKEVWRTVACGGHHTLFLDVNGQLFGCGSNEDGQLGTGFPGRSSELRPTLMPRSLAVFSVA
AGRSHSAVLAIKSAERPMVPRVRTSAPKALGAAELFKARSMAFPRAGREEAPARPATVDPGDGSALRKQRRMISTPVEGV
APLEPSDDSGLLKRADPCERHAGHKRETSQKSATVSEATSMMSDASGVSHNLPRTISGGSKDYLAQKAGGRISLTRSSRH
GVIHAMLRQVVTPGVGSTSFAALSAESLLRMVHTFSRSTGSSMSDDFVTSVANDLKRSLLAIFRTQDGIQMLNSSLLYPG
HRRSVLDTQTAYACFAELWGSQAFQESNFEQELAAVVRDSLRDMSGKSLETADQLRGILTVMLLPLMDRPAGIWCRQRMG
ELISCLSPKGKLALVELIATECPQHYILSDCLMKTWLNQANALANEVHNLGGGKVAVLSQAMIVLTVIISAAEKVGLPGA
EEITVTGLAEAVPPDVEFMMYSQTWAKEYLKPDPNGGRPIGRLPSKLEVLAKPECVGPNTTTVTEYMASMLGYGSLVPLG
FKNKVLQVENVLRQVKHNQEHLQAHPGIMVDAFMRGVRPKTVLQVQVRRDHIIQDALRVVAETDDQQLKFPMMVKFEGED
VVDEGGVQREFFDILCKQLFDSQYGMFEYLPEARVTWINSNSVESPENFQHVGTLIGLLVYNNLPGLGVPFPRVLFKRLL
QGLSAELTVEDLEEVFPEESHSLQHLLDYEPKDPQHSDEEVKDVFCISFNVSYDYYGESRNHDLIPDGANVPVTYSNREQ
FVKEYVQWKLVDSIKAHYDPFEKGFYRVLGDSLTLCTLTPLDLHAILCGEQKLDFDALRKSARYEGAPFNEDYPYIQAFW
KIVSEFNDTQKRQFLKFFTGSDRVPLGGLGAIKMVVQKNGGEPTDRLPTAYTCYDVLLLPEYSNAEKLKAMLLAAIENSE
GFGLQ                                                                           
>Pmar_XP_002771511                                                              
MSRAAPTEEGTEEAGSDPESNPVEEEDVRRADEFTLDMEKFSAHGSGWKAYADKEEVIACSKDVASDVMARALVLGEKGR
TQSISAQTHIADVCVRLTGNKLIRLGPVPEEADKSLDLARLNCHHIARVCLDAVVDANSSERLISCLLGMPNGRDTMLSL
TKALVRVMERTPLMDPMQSQALLMCLSETTRYYQCAVEVLSTGGLWMLLTLPQISSYPGMLAHLKTVMLNICRDDDYIVM
AEAKPIVLRYLATHNDHVRASDGRPWVKGRDIVEALAEKLGPVCIGRDVGDIIKRTLAKYTKYCDSDEGWIALRDEVVEE
ANGLGDHPVTESNSTEPPEMAIPHNLAKTVSTLLVALRVCMMGRGIGPAMSTSAAHYQSNEEAAYAASGEAKVANGAEQL
LFLINKLCQTLDVKHALPRLDFEPVIPERFLAEGSTPLVSSPTDCFSWMAAETGSCLLEFIGDGLYALSAVVGDHTALNQ
ASLWAGAMAQEWLFVAVLNSERSEAVVRQISDVLWKSLSEAFGGDGEKGIPKVDVMIPRRHQSLKATEGKEEEEEKTTAS
EGAVEAARLMARAYLIYSMQLTKCRGEDGIEHFVLDGRVQLPGADEVQAYQLERVQEVKGWLGEALGVLQLDQPYSPFVA



ESMLEPLVPLTRCPEFPDGGNVVPKGEQEGIARADSVGDSSGNLSPRHENMEEAVEGMPAAAAASPAVGEQEQQIHVEIL
EEMDDGDEGPGVGLADSILDEEEADRSSVDDAMEVAPLTVAPATVQGEEESSGGDAMMEASEQPSADDDEEEEEEEEPLF
EAAEFMGDVGVDGELRDVGMGEMEDMDFEDALAGMMMGDDGEDSFFHIGGSDEDEEEDRAPGEHPLIARSHTGTSVQQQP
LGSVVAARVGERWRQSGVLPPARANIEETVLGVAEAVEHMAEEEVAVAPAPVVEEGVHQQEEEEEDDEARADMEMPCTRL
LGQPDHPPFPRLYEVPSGDDPAKVRSTMTSRLLVAVEFILTWVVSASTTGKAPSGIELLIDLVSSSLVDASAVTLGNLLL
LLSKLIVPYRGRPAGVTTTREGSSDGAPRSSEGEQVAARQRQRVEKSQQRSRVLMQHISADAARRLMGYVFGPASGDLVQ
RRSQAARMDPRYEMIGDMSLANPFGMERVLHEGIGLVVALAESDSHGRQLRGALAAELGQLAESIVELLKEPAECEEANE
KLQREGQRLMRFVGAYKQVARNKCRNLPEEEFDIAYRNTLAEYLTGSASNPGLVDLWKALDEALLPYDCIDMRRTEGQRQ
LEELRAREGPGGALSVDDEEEGEERTPLEEVVVASGEEEEEVQASDSDDEANGRIPTRLHRIMGLLEAFMIAFGSQKGGS
ASSSSLMSGNSEDISPPYERDMRKLVAFLERHKKPVNACIKRPTDSLTRMLMNIIRIAPHVVDFDNKRAFFHWEMNNRGR
GGGPRMGMRPIRLNIRRDHVFMDSFHQLRPRTAEEMRGKLSIVFSGEEAVDAGGVVREWFGILSREIFNPNYALFSTAGG
NCSTFHPNSMSYANPDHLAFFEFCGRFIGKAIYDNQRLDCYFTRSFYKHMLGKPVSWHDMESEDPDFYRQMLWILGRLGW
DVAADMNFTTDLDDFGRVRSVELKENGANIRVTEENKKEYVHLVCQHKMTQAVRPQLNAFLKGFNELVGDVLGRMFDDRE
LELLISGLPTIDVEDWKRNTVYVNYTKDSDQIVWFWSVVEEFNQQQLATFLQFVTGSSQVPLEGFKALQGMRGPQKMSVH
RAYGADRLPTAHTCMNQLDLPNYGDRETLKAKLVLAVNEAHEGFGFV                                 
>Pmar_XP_002768210                                                              
MVEHVRELMKLSTIKKLDMNYVGFFCCTLGLMDMLESHQMAVVLSGLATLHKPIRKTIAEHLVRTYDTSAQLMKVLEMLR
EFITLSTLEQLGRLGLDTIQLDTLQLRSRQWTSFLTECRRPMKGALELIAAIWRANTKQHGPERIPAAEFYNDAISQTDA
LLRHEVTSWIINVSLSASRGYTGTRDRATSSSSSSSTISPPPEATYDNDNTHAVRTPPRSDGSLVSSPSISRDSFDPAGS
SPSGNSDIDDSRPPNRRRPRPDGTEMEPMLAEEGGLMRRHMRRGLGVASRQLADFGVLTTAPCVLDVGARVRVLRLESEH
HAREVSQQHALLRAQSSGMMLPGGRILIMAQDIFTILKVRRDHLLEDSLRQLAAFDADELKRVLKVQFQGEQGVDEGGVQ
KEFFLLLVQEMYDENYAMFEYDKDTRTFWFSNKCLESNLQYELFGIVIGLAIYSGVILDANFPLIVYRKLLSADKEGRLD
RPSLEILEKEFDPEFAQGIRKFLDYDGDVQAAFGLTMSTDYEYFGERVVVDLISNGRNVAVTNANRYEYAEKLINWKVNE
SIARQFWSFKRGFDKCIGQSVLFQRLFKTPADLELLICGRKELDFEALRSNTIYDDGFTKDSPVIRWFWEAILSPGCTED
DKSKLLLFITGSSRAPPNGLNSVESRITISRMGPDSDRLPQAHTCFNHLLLPEYSSAEKVRKMIRLAIENCTGFGLI   
>Pmar_XP_002766968                                                              
MSPRSSANNNNSSSRCTKTKQRKQALTSTTLTSTTSSTQANNNNTTATAAAQSRLSRRSSTSTTAGKKSLHLLGGSQSSV
SAASPRKRIQKGLEQGKKPALLPVSGGSVSKRKRASKKRKSEHISESIENRPVKTMKRESEASRDTAAEESSLHLPETPT
DMGASETPDARPGRGSSRIDMGALGTFLRGIGSSSDDVDKDASGRGDGAEGEGGDGMSAMGVASSSSSSSAFPEGLAFLM
SAASSGGAMQRIVADLKSDDSLRVIASLTELNDLLNMSGEEISIGFPIETTVPLLVKHVERDDPQDEGDDPDTRRLLATR
CIYSLLDILPAATARLLANSGTGLETLCDKLRNITNIDLAEQCIRILYRLSSEQPTALFCAGGVEALLQCMDFFTTYCQD
QALSAVKNMVRMARVTPEKWEEYLVEPPCCLNQLVAVLGHADSSMQARAAETWKGMLSNLTRILGRFRSSSRVMSAADQS
GGRLDDSARTEVTVSSKALSRGAEKLMGEGGDRLKKIVERAQEELDHPSSARTSSGVVTDLLACIASVVACSDELAAVAM
QEGSMEQLLEKLLTPDGEAAAEEMSRQALKTATALLPAVKLNAPKAGQKKIDVYKILRLSGESSRSTTAKGSSAEYRGRN
VPRDLLVKLIRGAVGSASADQQNSMQLLVSASIYARQRGWDLTATHPELIDRAFSYLADVMDQQCSASRYSPSLLLACLH
TILTLTPKGKGVLMTQDLAQRHGIIKLLREIEGWKGPAEVSAAESGTLEVGSQGGAPPPARSSSILGSLRRSSRRDSLSP
AVEASADAQSTSGQETTLGWLPLLQAEAGQALRVLNREKGSSGVGSRQLLTRSGEMNLEVFTAFAGSPSLPTPYELLQSG
MLEKMCDFVARGHDADAVGKVLSANPEFYEHIVKCLVSAIDRHRLLGLALNPVPDGGIALPSTMGSKQRGSIGNLGLQLI
GKPIRLKLEGRKKEGDGAEKKDSCQSSSSSSMAADSMGTRLRRALSFRSREGLENSPRGGLGGNDMASLMPPSLMVTVEP
LATVGAVCGYILQRVKVFRRCMGPGEGGCSREFIEELLLGEDDDEDEDEEAFLMGLHGDDMEMDEEDYDDEDMMLDEEDE
CHQAGEESEGEHEDDDMIARGSREADEEAFKRMMAEACRGRGRSRRGDRRAAKPESAPAKAPPPPEPTGVVLYLDGHPIP
NHVTVVQAVWLAASRAAVASGVPSDESMGVTSRPPARLVRSARPPSEKPSRFVIAADDTDERVAEEEMDEANGKSTDGAK
ASISSVISTIWGTAHSLDFELTFAKGDEEATKSNRAPSPGVMSPHEPRAVVCDRPLAVEERVKAAAEAVEGHFGQLEGQN
WDGLDRLVELLVSLAKLRPKDSPVRWSTFACGALSKRQLAVASSPLSLITNIPADFKVLMGGKKDDDDDASVRHTRLVSV
APVLFDTETRRRVMASSCFGLHRALQGISEQAATDAPNSSPSAQQMTALPRQKVRIRREKLLESAVLVMNVFGAGKEKAS
AALEVEFLGEVGTGSGPTNEFYACVAEELKKVPSFSRESESRLFPMPVSEEDGCNAEAYRKVLASAAEQRENPPKTTPER
NGQSPSHRGRSNSERKCLGAVSDISEDVGDVTANIGIASPTPSPSLKDGGEDAKEGSSNSKGMTVESKAKSIPSVLEAWR
LAGHIVARCILDSRLVDLDIHPVMWELVKEILASEEAREVEVPCVYYLSLVDPALHRTLLSLTRMSPGELRSLEISATKV
PGYENITLPGLRGNVSSKNVDKFVEGVATAVTYSGVYWQLRAFADAFAEILSPAALSLWRSEDELTELTYGSSAARPEYW
TKEHLLSSIQPKHGYTSTSPAVQYLVDVMATDLTPEQRQQLVRFLTGSPTLPIGGFAALKPQLTVVRQVLDDESANPDDF
LPSVMTCASFMKLPDYSSKEVLKRQLVKAISEGQKAFLMS                                        
>Pmar_XP_002764802                                                              
MWNGLDSGGGVNLAGRSSGLSKARFLQQQRAQRQKREQDRRRVVAAGLIQRVYRGRREASRVAREIRATVDKRNGDLIKV
MDTLGLDDSVIGKFLGKALPGQVQRLLFAHCIRSDRAEDRRIAAATANLVVRHHQLSGASSTDSVESPFLSCYPRGLLPR
FLSLLLDLDVPAGFDLALVLPQNQIAKAATTPTRVRALAVGIWRDPSRSMKLLHNPEIGGQLALVTIAQGSTVDRDEPEF
SEITNIAVRHLESVYPNIEETLSRCFAEASTDEGMSLLSRNLCRWIETSANSGISSAVVRAVWWSSRSRGNSNDLLLSPH
VMKALARQGDDEAIWALLGLYFGSHCSVVLGSDTRVLLASIPRIHQVVVRRFIQPCLVPPSGTDNAKEALAQSCVDRVLS
GDESVYVGLNASATLYSTALQVMDADDLRSKDRNPVDPDVLRSAIPVLNLVAFKLLTATAQPECGDQIKAIVGRVCRLCR
SLHGRRSTLGLDSAEYWVVHSTRPLLRAAADVKLADLAVGEDNEEDEDMEEVDYMDEDEGNSGAAEETQTGPTVGEPQRT
GLATVHYFFTPKSNGRTRGHEAEQRQLSSVLAELPHSVAFKDRVALFHTVLLNDHSGGERRNADLMFMMRSRRNETLQTV
HRDPDLLLKDGLKMMETMSSSGSSHARWRVEWVDETGAMEPGIDGGGLFKEFLNLWTTEAFGKFFTVDERGGVYPIPNAT
PTVEELNQVRNIGRAVGKAIYELILIDTRFSIVFLNRLLGLQFSIDEVATIDKQVCRSLLYLRHCSAEEVAALSLNFTVT



AGGRDVDLLPGGSTTPVTADNRMLYLLLMTKFKACTQIEQQTTAFVEGVGDIIPVQWLQLFCPEELNMLVSGEERRGFDV
DDLQRHTEYSNGYFADHPNIRAFWYIVKDLFTDADRDALLRFVTSNSRPPLLGFKTLSPLFAIARVDDPERLPTASTCVN
LLKLPDCGANVEKLHRKLLTAIHAKAGFGLS                                                 
>Bnat_24380                                                                     
TFMLKPDGDAKSVTWDTRTEYIELAMRAKLEEFSRQSNAILKGLATVVPYQCLSIFTWHELRDQVCGRVTIDLKLLKKRT
VYHGYYKPNRNENKEVKVGPSAPHVKLFWDMVENKMNNKQRSELIFFTWGRTRLPANEDGFGATKFAIKTHGQSQERSKN
PNDFFPVAHTCFFQLDLPEYTNADAMYKKFLYAM                                              
>Bnat_39039                                                                     
MDSAGVNFQHGAGVGIRVRRDRVLTDGFESLTKIGQNIKGRVQVQFINSHGIPETGIDGGGLFKEFVTELLRSAFDPQLG
LFCQTPHEFTYPNPTSFANPNFGEQHLAYFQFVGMVVGKCLYDGIILEPQFANFFLRKLLGYRNFVDDLSSLDPEVYKNL
LYLKKNSASGLGLTFSVARDTFGDSKVVDLVPNGSNIAVTDENRLRFIYEMADFKLNREIAPQSKAFVAGLNSVIKPDWL
RMFEAEELDRLVSGTPVIDVADLKRHTNYAGGYDENHEVIRWFWSILDHDMDESDRRSFLKFSTSVSRSPLLGFRHLYPK
FCIQRSSGDTDNLPTSSTCMNLLKLPRYATKAKLREKLLYSIKSSSGFYLT*                            
>Bnat_136079                                                                    
MIIIFISVRFNEFGLFRLARAVKHYKAITSTMGLRVGEGKGGGRRRQRRGPSAAAATSAANLEKLFTIDGCTVEDLCLTF
VAPSMGSKQGPVELVPGGIDVAVTVQNLESYLQKVYRYILSSSVRVQIDAMKAGFQEVCSTEAFSVLDLRERSQLISGED
GKGIRSWDFSTESLRNNIVCAQGYTLGSPSIQNLIEILGEMNPATRRGFIQYLTGCPRLPAGQLAALRPKITVVRVAWSK
SNPSVLPLASTCTNSLKLPDYPTKELMRERIYYALRECPYGFQLS*                                  
>Bnat_49812                                                                     
MRRGLACVVPYALLSLFTWNELEAQVCGRSQMNVDLLQKMTKYNGCSPSDRHIQYFWQIMRNRFDEFEKAKFLKFVWGRA
RLPVRAADFQTHFTINQLAASARNPDAFMPIGHTCFFSVDMPAYTNLDIMHKRLLYAITHCEAIDADYGPRSIQAVQDED
SDDD*                                                                           
>Bnat_31765                                                                     
VCGTATIDVDLLEANTTYGGCSKNDAHVKLFWKMMHELFDNDERRQFLRFVWGRSRLYPKDSDEWASNKFKIHDFPHRAT
GPDGEISHLPISHTCFFTLDLPPYKSLETMVAKMRTAI                                          
>Bnat_52953                                                                     
MGKIRILRDFASGNLPFELRLPLSLKVHRENLIEDAFNSLETARIQQEDEQSSVYLTRPLKIAFEGEHGLDEGGPKVEFF
RLMTEKLFSAGHGLFKMNAISGTCWFSRNEMRRRIDDYRDYEQVGIVLGLALKNSMHLDLRLPLYFYQKLLGYHTTQKDI
DEVIPEFSASFQNLLCDSRENIDSLSLTFSVDKDYVDGKNDVELKMGGMKTLVSKDNIQEYVQLFTKFLLDDSIEKQFVA
LTRGFVRVMGLDIDLLKMFQPHELKLAFCGRDDLDFNALEKAAKYSGYSPESATVKNLWKVLKSLSTAKKKLFLKFCTGT
DRAPIEGLSCVTLTISKQGGTFPRAHTCHNQLMLPDYKSEQNLKAKLLIAIEYCEGFGTL*                   
>Bnat_53683                                                                     
MLARIYSGNIASSPYLVLRVRRNNLIRDATIQLQNARLENMTEDGGDDENNMYFKKPLKIKFEGEEGVDEGGVQKEFFQL
VVAQLFDPLYGMFTYNENTRICWFNHKSISTDEEYELIGIILGLAIYNGVILDLRFPMFVYKKLLGYDATMEDMKEVDPE
LAKGFQKLMTFPGDVESTFCRTFTVSYQAFGATHTVELKEGGAKIPLTNDNREEYVDLYSKWYLQGSISKQFEAFRKGFM
KVCGGPALRLFRPEELHLMICGTEDLDFEALEKKTQYDGGYNKDSPVIKNLWKILKRFNLEQKKKFLMFCTGSDRAPING
LGDLSFTISKNGTDTDRLPTSHTCFNHLLLPQYESEDTLEKNLLIAVQNCKGFGLL*                       
>Bnat_53732                                                                     
MLPAGGNERSYSWHRRRRRVGDKLKTEGDVLEVHRHQDSTSATNLESSISDSSSLNGSSTTSGRGIIKIRFDDRERLVPL
LVRSRLEETRLQVEAMQRGLGSIIPEQLMSLLTPEELEQKICGTRDIDVELLKRHTEYGPDVDPNAPHIRYLWKILREFS
QHQLRRFVKFAYAQERLPSTDDGFNYPKIRMLVKSSRYASSSAGSSDGKQGGRRARQQDDALPHADTCFFNIEIPAYSSE
EIMRQRLTTVVDMDWGMSGDDIGVDHTLTSMLSAPVGAAASSSSQQQRQQLSHRTRGSGIRTLGPQTPPRTPSRNNSN* 
>Bnat_84751                                                                     
VGIFGDVWGKIEVHFRKESANGPVVLGEWFVHACQNFFFPHHNLLVSRDNGGSMFPSPWSHKSNPTGHLKDFVILGRLVG
LAIFKRVPIALRFHPAFCKLILNGGGLYEWTHEDVKALDPQLYRFKVKYILENSVEDLELDFTDVLDDRDGTDHEFAAEG
AGERVELVENGARVRVTEENKAEYVRAVCEWRLHGCMEKQVRAFLEGFHPIIPEDTVAGVDGVLSPTHFPNLIPGLPMVD
PEDWERHSRCSGGYFNSHKQ                                                            
>Bnat_39801                                                                     
MKELIPNGGNVSLQWSNRRLYTEKLREFRLHEFDEHVKAMRSGLSEVVPITYLSVFTWRELESQIAGYGMTDKQIDLLEK
MTDYEGGKKDEPHIKFFWKMMRERFNNEQRVKFLVFVWGRSRLPVTAADFEKKFTIQSHHGSAANPDAFFPIAHTCFFSI
ELPKYTSLDIMTKKVLWAMNNCTSIDADGGPMGGRPVGNTESDDELETLFD*                            
>Bnat_47551                                                                     
MIDGMRNTKSKEMFDHTFDDEVFAGLRTDSKRCPLVPHGTRIPVTFSRRLTYASYLYAFRKHEFTAQISAMRMGLAEVVP
KTALVLFDGAELQKAVCGETIIDLEVLKRHTTYEGYSGLEPVVQFFWQALRRFDNDLRVKFLQFVWGRSRLPQNESMWET
SMRVHSCGGARNPDARLPLSHTCFFQIDLPRYTNAEACYNKLKIAVEETGTFEMG*                        
>Bnat_53907                                                                     
MYDKDWFLVDPARVGEGARAFKVNFEDLAAIDAGGPYRQAITSMCRELQSSYLSLMVLTPNCNAEDQQKQRQLWLPNPAA
TSRNEARMLQFIGKLMGLAFRSDRFLELDLASCVWKHLLHLEVGLADLKQIDENWYIIYTNFEAMLKRGSESSFEGQGCT
FTYRSLDGRTLELIKGGMDVEVTFQNCGKFLRLYRSAREQEISRQCREIRRGLCTVVPPEVLAMCSPAELEERICGSPVI
DINLLERHTDYNGFKRHDNIIKWFWKLMREKYNEVERRKVLKFAWAASRLPVEANWGSTKFHIAAHNYADKLPRAETCFF
TLKLPKTYESYEDMSANFLRGIENCEGAIDGD*                                               
>Bnat_54617                                                                     



MQARLTESGPQMHAVLRGLHTIVPKRTLRLFRWHELEMWVCGNSTLDLRALKKQTVYSPAKFTAKSKVVRNFWRVLESFS
EEEKSKYLQFSWARSRLPPVYDAEDKSWRMKVNILESGTKTDRMLPTAETCFFNVNLPSYSSYQLMREKLLMAITHCSSI
TS*                                                                             
>Bnat_141138                                                                    
MLVCGQGVTKSRIPSLKRMTSYSGCSPDDEHVRFFWEMFENVFDDNQRAKFISFTWGRSRLPHSEKDYEQKFKITSHNAS
ESSDDPDSFFPLAHTCFFQIDLPRYSSVQAMTRRVIWAMESCGTIDDDSHTMSTAPSIIPDTEEETGESYWNEAF*    
>Bnat_141139                                                                    
MNLEFVKMLDANTSQSPMILLMQECPIGVGERVMVRHDEAGANSGDCMDLDSSGVAQTTSSSKFYVEGRVEMCYPRRKDG
RFFLQIIAPPGGENAQRRLVEYPLQTGEYILPEKDGPLFPEEDAKVMVPFLEEKSPNRWGWFPGSVEKWENGVATVIIER
AGVVSKYRMHYPSPHQQSLDVDVIGKDEKLTYTLIATFESNRLHSPFIILEGASKALENRGSGPVGSSSISQISSPIFKA
NFDQSCGHLSADIQLCEHFKSVGVKAHGYPLNTAFMNLEYQSIYLSSELANVGIENGTLISGISIKAYNAPKRDLHNVRI
AYAWTEKSEFANSDKRYVETNVVYGPENLPIGLFSGNLFQKEEKVKAKWHGGRTYSAVITGINRDGTYQVKYTDGDFDMS
VSEKDILLPNNEKKMPTKSDQWVRFEFKKPIRCPDPLSNLLLEFTMQQPSPPLQPLQQQQQSSFVPLQQQQQKNKKSSSV
QATTGGVDGGGVYCRETSTQRALLAFSEGMEDRPFGYPFEWRGSKLSRSNKVVDVKVHVCKESPPTITEQLLDKAGMRFK
KDFTLRIPRRNGFIGTDLNSRCFSGEMKTLNLFKVVSTAHAEQKQKRFEEEGSHGRKSSSLDEAILSVPLAELASCTHLK
DLTDSKHEVRVLRYSDSGEYGIVELLPSGRMKILGHQSPLLFPQKRWFRFGVRVSQEAGITVSINKDSWTLPAHRLLKTQ
MISLQLGREFYITAPRDSGVVDPVAQATGGFKLLSAPHAVAEPEHGVYVRASLLINDSDHEDDPSKQLMLNYFPVDRYMS
SLIGIGNGCSRLIALKVLIRNRFKIRAAANDLLLNWHQLKVEERVRQVVKRAKHLTWLGFPESLCVMAGKQALSEIDVEM
PLGQTWDRMLLLIFSKLPTFISSSGGGASRELRRPIAGRLPSLSSSLPILSELDQLASTHIKSHYATGLYGSPIKLAKNR
SGQGNEVKAANARRVSRRFWQEFESSPATNNSNEVKSKIRSEVCSDSPRRHSGQQPGDISPPLFHSPAYRVSTLGTSPSP
MAAGLGPSAYSRLAEMEEQLLDKSSGWNSDEDEVTDDHHHHHQEDQGEEELITPEELENLVKIQSRSSHGKGAGGSALQE
LLTVDSQVYGPLTCTPAPDEVTSFLTVPSHKFSKSEAFRLARAKLVRMRPLVERALGVMYARESVISILLYSSNTSQYDF
LLNNNSSSSSGSSYGCEWIVKLLRVLEMSSLHGAIDRLKPWVVSRIKEEAAGKFDSLFTGQIQSPDKSSNRGGGGGGSSS
SSSSSSSSSQASQQHSLSYLARHAPFVAMLVRELVFQLLLMVEYGTSATTTAAASGDTKEKGESPILAGSSPSPGIVFWL
LDIFLGIFQHAVDKEPQSPVLSLRPYVFCKPVMNLILSCIVKGPTKYHLPLLQVACNIISANSHPALRRMQPAMITQRYQ
RLLFQYMIQLHARIKPNFSTFFKSLLQLNLELYRSQNRRKKLGRLRRRFKVRTMTTTPGTNSSDAKAAALESGDNTSGEE
EEDEEDTEDDDRVAFPAFYRGADTAAVGGSSGRNIMWFSDLLNLANTLDTVNVDGSDSIGGAAAVVSSDSLGGGVSARSR
AGSLKQQRSSLKPSLFAKRVLKNFVSREITADSNASYGRVARQSSRRPMPAGMHLYRDDGNSRGSQSMPPSADSKKNRRQ
DQKDAKQKRGSSSPLSAATRASVTASPLFAARRAVDGYINANPFYASCTKEEENAFWELDLGRAIDVESVRIYTPFVSSS
RTSSSSSSSSSSGANLSIQSCYVFGFLQAVDDAKEPSMEELIEQSVFCVDMAERKDRQEPTDPYILNVSLELSKEKSKYA
LGRTTGSRNDDGDDDNDDDRKCAWSNELKRLLLITGSSMDEVLKMSDAQFAEFVEKYKIKDEAAEKLYEKVRDSQRCTIR
YLRIQRKDFGSLSLSQVVVRAKTHLCVPKKEMPTNLELVPPVQIGDRVFVKATGYRKNTCYVESECVQCKCVDIEAGRWE
LFVRSPRSSRELKKFTYPPISGKYLLEPPAAITPRVGIRVVAPFGDHNTPDKWAWYAGKVRSWTGGVASVDFDDGTRWQI
RYPSAHQDKLDIRKNKLTRSFVNGLEPIELPLIVIPIDMEFPPSGLPKHQYDFVRRSDIKIKKISVEAFHILDSMCGPQH
VQSIVEAVNRWSLEKNMSPIENTPGVPELHLLGDKLSSNHHGDEHIELQINVLQELSKMVLKSLMFTDLSLPSGFSSLAD
AIRKVRALIFTYPKQIMLAETLGKTVYMLASGSKYVGDSVDLDVIAASNVTLKRQTDHKARRTIFGQLYQQLKHRSIERV
FKIGENHRAFKANYIGMNAIDAGGPYRDAIETMCRELESPALPLFIKTPNGRMDAGRNRDSFVPRTSSKSLLHKALYEFL
GRFFGLAIRTKFLLPLNFPSVVWKPLVGDVVTENDIKAIDQTALTSIEPIQALLHQQGVSENDFNSQFARIKFSYCQCDG
KVVPLIEDGARCPVTKANSKRYIEALRNARLYEFEFHTKAMRRGLGMMNTHHVLSVSDDDVGEVREGRAVAAAATNFSSY
*                                                                               
>Bnat_53877                                                                     
MSLNLPPIVWKQLIGSPITDLDVAAIDSLFLSQVKSLENQWDDGKEDSTVRYSFSSKMRGQFFVVQACDGTDCELVPGGK
REQLKWENRKKFLRYLRKFRYSEFEVQISNIRQGLFAVVPGQYLSLFTWQELSVQVAGRGMSAKDVDLLQKMTRYSGGHS
KNDPHIQMMWKMLRTRFNDEQRGMFLNFVWGRSRLPLAESEFEQKFVIQSHDESTGDPDNWLPIAHTCSFGIELPKYTNY
DAMCEKIIKAMNYCHSIDADGTMRTGTAVVDDEEEEALIEE*                                      
>Bnat_21941                                                                     
LRPVRPGGTEPFVAFEVKTEGENVVGLAGPYRQFFTEIARELMSEASPLLVPTPNRAYGNGENRDRYLLDPGARSTKLLS
MLEFLGRLFAMAMRTGSQVPVALAPLVWKLLVRQPVVLGDLHQVDCYAAAALRGLRNLSKNEDAASSLPEELADQKFVVT
LSDGSSHQLKPGGYDLRVTDRNRNEYVRLATRARLSEQNTQIAAVRKGIGSIIPVQLLSLLSWEVRVCGKNEIDVEILKR
HTKYSGVQPDAKHIKFFWKMLEEFNQEHRRDFVRFCWAQERLPA                                    
>Bnat_55601                                                                     
MVDFSQALSPWSLAHRLSALSHLIFLEIKNIAWTHILQQTATGRGHYVNINLPRAKKAQERGDTSGRKSVFFQLYLQLHF
VKPSLLRVDGGSRPWVVSYAGFGGQDAGGLFRDSVSTLCTELQSKWVPLFIPVPNSRDGGVGDNQEKWLPNPSSRSALHI
SNYAFVGKLMGIAVRGSHMLNLDLPSLVWKPLVGDTVTMSDVKAVDEGFKNNIKKNINNITSSSSSLFVLSACGFFLLGA
LIRRVELKEDGKNIDNTWETREEYLSLLKQAKLAEVRPQAQAIRKGLGTIVPIQLLPLFTWQELEMMVCGKREIDIDYLR
ANTRYRAPVKGTDPHVKMLWEVLEDFNHEERRLFLRFVWGQSRLPYNPADFTQKFEILSSRDNNDGVLPVSHTCFFSVEL
PRYTNKASMREKILYAITNCHSIDTDHAAQNVDWDDES*                                         
>Bnat_42531                                                                     
GSTMVVNEQNKQEYVTLLSENYLCGQVRKQLHQFLQGFHEIVPLELLQKAGFDETDLSLIICGDPKIDLDDWKEYSSGTA
AKHHKDLYNWFWKCLDEMSEVDRARVLQFTTGITRLPPGGFRDLKPTFKVDLNTSVNKMHLPTSHTCFNTLSLPPYESKE
VVLRAAAVVCPPLPKAWFCCDIFVKKGVERERERERE*                                          
>Bnat_34758                                                                     



MKSERFREFREFTHAHRKILNIFCQKKPSLMKRSMKSLLWHPKKILNFHNKHIHFLSEIRKQRQQYGHLPSLRVLVRRKR
FFFEDSYHQIKDRSVQELKRPVTVKFYGEAGVDAGGLTREWFLLLSREIFNPGYCLFTPAADNANVFQPNPNSYVNPDHL
DYFKFVGRFVGKAIYDQQLLDAYFTRSFYKHMLGMKPSLSDIESIDPAYYKSLKWISQNNIDGQGLCMTFTLEDTVFGKQ
VVYELKKDGKDIEVTDANKEEYLQLIAEKKLTKSIQGQIDAFLKGFREIIDPKLLSIFNEQELELLICGLPDIDVNDLKA
NTEYKGIPSSSQLIQWFWEVVDDMTQEEKANLVQFVTGTSKVPINGFKSLQGMNGTQRFQIHKASGKDRLPTAHTCFNQL
DLPDYSSLKSMRKNILLAIREGAEGFAFR*                                                  
>Bnat_24111                                                                     
LIPGGRDISITWKTRHRYIETLTKLRTKEFDEHGKAMLRGLATVVPYQILSLFKWSDLRDQVCGKVEIDLKLLKSKTSVK
GKGRNGKWYNNSSPHIKYFWQMMERMSNEERSQVIFFAWGRTRLPPNKGGFERNFELLACPKAYAGGRKPDDFLPIAHTC
FFQLELPEYSSVDIMYKRMLTVV                                                         
>Bnat_68596                                                                     
MVKNFRANYDDPWHFVLQKACRKTKFTCVVKHNLYEHFIAPSVGMIKLLTLVGLALADDISTSLSPSSVSRESNILSWEP
KDIQAFFLEAGRTEVNLSLIEDMGLTGSDFLRGVLDGDVLDALGVNSILSKKRILNAVDHLQFESLPEDLFEQGSANRLL
KTTDRRKGDDLKIIRDTEKKLLLRYESAPRSTLIWLRYFRENKDNGLDMLTEQIRSLDSTHFWLQTFFIPNYPAYVLSKT
LDLDSWVDEIIEYTILAKIFLSTCSILICLREIYRGRRTLKQILKNNLFEDFKRAVACTLYWMGFNYTLYYIIPNFVLDF
LFYSCVYLLYPLSIIVNVCVGIIAISELEVEQTFIHWLRIMVEDYLLGPVLRIRRDNILDSSVFELQRFYKFNRNKNRRN
SVPKIRFMKDNKPETGIDLNGLFREWLTLAAAEFFDEKRNGLVTSVRIEEKDSDLVESYAGNSWGLPSGATYFRLSETPD
ALSPAESNGTTAGYKERLRALGQLIGLSVATNCPLGVDLSPSLCKAICNIALADEDLLFLSPMKYKYYRMCTDKSLSLAE
KKKRVQLYFDDWEFSAISRQQQAFQAKFQAKKLREEEHQVHILREAEDGKDTEGHEVKEVNRSQKRKGGCVDDDDNTAIS
DGSTIDQEFWQDIFEDEGLKEVGLREQQASNESKVEGRSSISIDVPDTSNELRPKLIRRESLLSPSTKGQKVTVENLENY
AALCVEKRLFDNVKEALTLVRLGVDDALEGWWTDGSTGMSAIASPSEESRKEFKGQRTLISAKMIQIKNAGKPGIDMSDF
KAHTHIKGDVRVGQLFFEVMEEDEALRMKYFRWLTGLRRLPPGGFRDLPNQVTLNIGKDPSRLPVAHACVFQCDLPPYTT
KEAMHKGLSLAVESTTFALA*                                                           
>Bnat_133149                                                                    
MEPNTGLYNWSVKIRNLTPRPNSFAVALGLQPAKAPFNISGDCIGHNLQLGGWALILGTGQKASGGKRSGYTHAFSTGDV
VGLHYDSNNGHLSFSRNGLGLGLAFMIPREAVRTAASGIYNQELVAFRSKEQPRVDFSQPTLKNFYFEGNNVVRKVTNER
CTLLFDPEIEEGVHVFEIRYLDPVDDEKDKKKEAAMGKDGKSSSGSTDKGQSEAGNNGEKQGSSKEEAKKSTVSPMDTSV
SHPMNNYIGVVDSKHAGSELNKYLGAVGWAYSGGFVFSKGRTRRWGIPLNRAGDVVRLRVDMEAKQVQYILNGQEFPIVP
DYQLPGSVKLAISMQHKGSRCLVRTVHEEKDDEDSDSKSGMHLDKVNLQPSYFTVTNNFTRFRKLTNARSTVRFLPLVKT
GSLKFSIKILTQGQSTPNMYIGCVPASCAANRLKTDYLGRLGYAWCSGGQKWRTGSSTSCGGHKFSVGDVVECTIDMNKK
HLSFAKNGKNLGMFYSDLPSEGVYPAFSVHYQNASVQVIYKMDADVPGMGSSSSSDEQLDEKKKKEMLWKKGVLVGPSNT
VSLKVVPLEEKKNRMKNIKGAVEEPAGLTLSMMMRVDTSVGIGKRAPCMLMSAKSAVGEPICRLDMDETSNFTLDIGGGA
STSRFTFEDADDGKWHHVCVVLNDQKVAVKKADGGDSNNNASPHSKKAGAPPSLEDARQLEEKAKKGDEEEKEEEKEEES
LKEIQVLVARVFIDNKLQKAGYVDEKYERFQAVLKSLPKFCKEPLQLHYVQGYTGYVRELAAYLFPMKSSMLQCLTDSGV
KFAAEYMNRGRGGQEKIVTYTFGDMSGNARLPDGWEAHGNEDVPSNHWFAFKNIGLVEMLKNSANPKVPVPLGSKKKAAT
DDSAAVKKFVSSNKFQLKGSMTFAPSAQKAGSFDTRGIIHYLGSKAMNSSSYMNPASGSSKLVLVRHSLQGSQSAPESHL
TNYSAVPATNKKGQPSWISFDFGALMVKPTHYALKHWNQANYALRHWCFEGSNDNVEWEQLNKHTNDASLYAAGSTKLWS
VAQNKDQYFSKFRVRMTGLNSSQMWNICLSGFEIYGTLSSPDAEGAAALEGKAKAIEMSNMKQYTVIMDVMLPCLPTNRQ
SLFTSAHAYQGRRNNASTSFAIDSQENVLASLASEGGGGGGGGGGGGGGGGGNGMGDELDDIDSDDDDDDEAIVEAAVAS
SSEPKNELVKRTFAEVFVRPDGKVGVGAGSAAGKFGGGNSAVLFAGKWHRVVLTCDMEKGYFQVYVDGETAIATTFSDHS
AKSPFNLGKYFTLLGDEDPTRRHSLRAEVANVQVRAFAVNQGIARGLGVAGDTLLGAEYLKRMTKFLSKMGYPIGWSIKA
LNKTGGNEALASDWIIVNRAELEEEDRMRRLRIVAAKLSLMGYPVTWCMRALETNSNDVYAATQWLLDQGLGGVKAHDAE
EFKLQDDEQADIKRVLATRLQEIEIEKKVRENSLFRVLNSTSEPIDIGLDTLMMRPEPKQLTDFSSIKRIRNVRSIVQNV
KLANDNLAVVYSRLCVLAVLENWADEELSKFSPFADFHPAAEGKGAAEDSSQRQQRRPASTHKSRKKYADDENSFAGKGG
ESTAEGAKEAKNSKKSRRRKRSATPSTPGAAAAATAASRVLGDWETTQQRILADPYKCIGDFLQLVEFSALSGGLDVLRM
AVHRTLLREMKTLEQERAGGKVSSMEEMCRLAPVSRAMVCQATYHLVQICQQPRKGVDSARTEGDMHTKWNAAIVVWIVK
IFIDILNETGVSRKDNWYARYLLSSELVNLIFECISLISGRKQLSFVRLLSALIRLDVEFDPQTSATLKGLMNRTFTVQQ
PKKKFTTFMQALIELMLSVEQIEMQRGRLVATNQSSAKVAETKAKEGADEKVDSVVVEGKDGGGTKAGTSSSSASSGAAV
MRRTQFFEHQYDFDTNGILYYLGLEGSSSDWSNPALCQTRPVHVSSSPMLKTSQANTAIVGRSAVRCMTKPVVKPYFTLD
FHGLLIVPTCYTVRHAAPRDSEVMRSWVFEGSLNGESWVVLDRRENCQDLQKAGDSHTWKVDSTQALISQISADEEKRKK
GEKVQVRYNEAGEAVVPGYTMFRVRMTDKNSSRSWHLACSGFEIYGYVTFPELSDKLTWEEEEIGRSKGMELIRFSKVMA
RHIARDGVWEVVRASQSLASGRHYFEVEFIERDLDMQGVYERYKGDDIIQVGVVDAKFSMQHKNLRIGKPQKGWAYSSRG
CTDLNDNYGEAYGPGDCVGVEIDMDVGTIEFWKNGKSQGLAYVDVTGPVYPAVGLYLQSPQVKLVTKSVEKLKKSRNQKW
FDDILLLHDTLEILNHGVREVGDSVGDKKIITAGKGKGRPALPARMVMRVAEQCFQLGMNERKESDDANQGDLDQGEDDE
DTDLSSERKAARLLQGQSGKAKAELFKDLIEEINTVHQIFTPGRDKSLVDLVDQRICERRSTEQRTVQGTNLTLTEFDPT
ERDLEYYRLSQLPRRALLVRLVTLQVLNRQLRTTLPLIDFSVRGDVSRLAGLVRGVRKLIFWGTKEGMWKEALAASRGPG
ADKQPDQVKNALTVPLDRFKAMRFKEKLKSDSRARKSIFGQMFCKLYSQTPAFYRLDQGVRAFLVEFRGEGGEDVGGLYR
EAFHLICKELQHDEFRLLPLFVPCPNKKADAGENRDKWVPNSESTEPLHISLFELLGKLMGLALRTKNSLNLDLPPIVWK
LIIRDKVTDADVESIDVTAFNSALDLAGVASAIRADASVPKDKRALEFENRVGKQFFETRNVVGRKVLLAAGDGTNAVPG
GGGDDSEVKKTRVSWDNWREYRGAVSRFKRTEFDVQIDSMRRGMACVVPFALLGMFTWEEIEREVCGERKMNIDLLKKMT
K*                                                                              
>Bnat_40151                                                                     



MQISGSDGKKVELCRDGANKQLSWANRNEYMKLLLNFRINEFDVQVKAIRKGLAEVVPLQFTSLFTWKEIMIQVCGRGMT
RGDCDLLERMTNYSGHQKTDQCIKNFWKMMRDVFNDEQRSQFIAFVWGRSRLPTSASDFSQRFYITGHSRSAGNPDGWFP
IAHTCGFSIELPKYTTLDVMVKKITWAMQNCGSVDADGGISSGTRVEDNTLSDDEIDSFFE*                  
>Bnat_51607                                                                     
MRVWKTEFAGEGGIDAGGLYRELIFVMCQELQSPQLPLFILCPNGREQIGQNRHKWVPNPSAVEPLHLSMYEFLGKLMGL
AIRTTSLLSLDLPSIVWKPLIGAEIEESDVVAIDRLSFKLIENMQTMEPKTFSFAADSPLGLDLDNKLRKERELIPGGKE
VTLTWSNRKEFCTKIVDYRKKEFQQQCAAIRRGLACVVPYPLLSIFAWEELEIQVCGRSQMNVDLLQKMTRYQGCTANDT
HIQFFWQIMRERFDEMERAKFLKFVWGRARLPVRAADFQTHFTINVLPTAGSPDSYMPIGHTCFFSIDMPKYTNLAMMHK
RLLYAITHCEAIDADYGPENIQVADEGDSDDDDDL*                                            
>Bnat_46096                                                                     
MNKIIQTGRNRDVFVPSALVGRSSWQRNRMLEMYEFVGKLMGLAIRTLNYHSFHFSGVVWKPLVYDQVTVSDVTSIDALA
FKNSENILNAERKNASADTFNKAMANLRFTVKLRDGNIVELVPGGSKIKVNWDNRKRYCRLLTEYKLNEYKVQCDAIRRG
LATVVPYQILSLFTWRDLQDQVCGRIVVDVQLLKSMTRYAGFRKNGRGRINAFSPHIKMFWKMMDERMDNFQRSKLIFFI
WGRSRLPVNRQGFERHFTIMAHPASQRSNKNPDQYLPVAHTCFFQLELPEYSNVDRMYEKMMFACTHCTSIDGDTTAAAR
AAAQAGNTAL*                                                                     
>Bnat_39167                                                                     
MPYLVLVVRRSHIIEDTVQQLMEHQDDLKKALKVMFYGEYALDAGGVTKEFFQLLTRRLLAPEQGLFTCYDENYNTGKEL
EGREWEYSVVGMVLGLAIYNQVILDMRFPRAIYAKLLGERVGLRELSHSFPELASNLSKLLDYDDASLVEGLGLYFEVTD
RRAATLNGGPRSIPLVEGGSDIAVTKANRREYVEKYADWILNRSIEAPFRAFQKGFLRVIGRREGYKAKALSLMTPQELE
CLICGSPEADLDGLEDSPNIATQTPVVQFFWQCFRTLSQEQKKRLLTFVTGSDRVPISGVSGLKMIIQSGGNNEANLPSA
HTCFNTLILPQYKTYEKLREKLLLTLEYAEGFGLY*                                            
>Bnat_34368                                                                     
MVPLVKDGKNRALTWANRHEYMQALFRMRMHEFDVQLESIAKGMNQVIPCHLLSLFTWNELEAMVCGRGMSLREVDLLEK
MTSYSGHRKTDPHIINFWKMLRSRFDEEERAKFLTFVWGRSRLPTSAADFSSRFTLSGHSRSRSNPDMWLPIAHTCGFSM
EFPKYSNIDIMTKKVITDIRNLT*                                                        
>Bnat_86173                                                                     
MWLQWTFQRINFKLLALSSYQRIFKELVQEVGDCKKYYLIFLNQSTSFMSGNKIMQTKIRQNAGSPQILQRMINHVILLE
RMYRQMDNPETKETEANIRRFVSTTTFIIARAKKDHPGNFYRSMIGDRYLQSMCAKLCVLVAHLIARVKVKLKQKAILTR
FLATCLNPKMMGFDSVKTVEEGIKSYAFEVAAVFGGKKGIAAGIGIALKREKDKNGILSIALTQVALRALWLSETIDALE
PMFALVSHVLTVGQRLNICSKHERRFREGKTKNNKSQIVSAILQMSTNGELDRLQKDGITAPPIAFLFGNMLSLTKHFHK
KLLTVPVALPVFGMLASITENCGESHVRALLESTSQSLMIASGSLGIGAGLSKQLEIAFTPGTDRNPTLLFMPFKVIFEN
FGGDDPTLYMFKKPELEILEGCARTYSYIAKFHKANPTFIPTIAHLLTTLCRQWPSRRRGIQSALAYTTPLLIVFFQYLE
ITITPLSPPPSHHTPRGGDRNDSDGSKRIKGRSTATGYQKISQEDEKEEQDHKKAKGKQGKRHRAGGGGGGFFSFLSKSI
AGAIKRLGADPSDTKVTKWVDTIQTKDNFHHSQGGGGGVNDAFIIFAGCFSSAIAGLEMEEFMNMHCPVPIGEGYFFCIS
SGSSSSSYGDSVSLVQREIANVSMALLSQMRQRYVRIAFCSEITTKGESLFFNIYDVVRLHGNSNQSASMSFTLNGTCKK
SPCPSPSHAIVGKRKIKRREKLRAERVLCWAETVFKLPFLLTFEQRATAFRNALEADAKEVASMQRRIPTVNIRRAYLVE
DGWEAIKAMGPGLKQRIAIRFIDKRGQVEAGLDMGGPFKEFLESLCREVFREDYGLFKSTELRTYYPNDASVLLDSWHEQ
FEFVGKVLGKALMEGHLIDVRFASFFLNLLLSRSPHFDDLKSLDGQLYRNLLFVKNYEGRVTRANRVQYITAMADYHLSK
KIYSQELKILLSGSEDEDIDVDDLRRHSQVDPRGSFPSPSVLSWFWSSVKNFSPHQKRLLLKFVTACSHPPLMGFKYLSP
PFTIRFVPLQEPSRQDSKSKSLFSRMFGRNPQAGQLPTSATCFNMLKLPLYRSQKALTEKLVMAIEARAGFDLQ*     
>Bnat_53538                                                                     
MRAATVLSAHDASTNAAAAADGVGVGVGELSGSSSNASNIRSRPSSSSSFGRYSIFASAFRQLQNAPVSRFRVSKPSGAE
PHLAFRIVTENEQVVGEAGPYRQFFTDISRELQQAELSPLFMPSPNHRNSMGDHRDKYILKRAASHQCSECLDMLRFLGV
LFGICIRTGVKMMLYCPPLMWKMLSGERVTRHDLKDIDYGTAEVLALFEQLDEKSFMQTFSSSETPQNFTIRLSDGSTKE
LKEGGYSTLVTWQNRLEYVDLAFRARIYEHKIEIEALRAGLESIVPAQALNLMTWADLERSICGRPEIDVAMLRRHTKYS
GVSSTAPHIKIFWRLLEKSSQETLRNLIRFCWGQTRLPATDKEFEITHTRFMIKASSYRNPDRVLPRADTCFFNLELPAY
SSEEIMREKLLYAINTATTMNADQNQEN*                                                   
>Ehux_42763                                                                     
GDGLRRAWFSEVTKEMGDRDFGLFSTAGEQTLQPNPNSAAYQSDHLAHFALLGRIAGLALYHQEPLDLPFSPAFLYVAFG
YDIAFDDLATFAPDVYSSLKKLLAMSADELETMCLNFEALVYEDSSKRRRATELKPGGADEPVTVANVKEYLRLYARHRL
LGAIEPQVRAFRAGLGVFFKEEILSNLRTCCSVAEIQLLLCGAAAIDVDDWKGSTLYDPPEYERSSTVTWLWKAVREMTL
EERAQLLFFATGSTRPPATGFAHLMGYSGENLPSEQPFTVTRAAAAGRLPTASTCFNQLYLPEF                
>Ehux_448328                                                                    
MKREVLEPSRRKTQAALPAAGACRTPHPRATRSSKRSVSEREAQPAPKRPRSDKGKSKQRSMDTTSERADEPAGDAPRRG
NEAAASSSGGGSSHEPSAAQQRAEARQAALEAAEREALEMLDESSARARAGAPSWGGPSHALQGLLRKLGAGLDDLLPSA
SSHGRLKTILAGLKGPDESMQLASLTELCEVLSIGTEESMSSLSVDVFTPLLISLLRQEHNPDMMLLASRALCHLMDAIP
SSSAAIVHFDGVPLFCERLLSIEYIDLAEQALHALEKLSQEHPLAVLRAGGMLAVLQYVDFFAMGVQRRAVATAANMCRG
LPVECAHLVADSVPLLSNLLSHHDQKLLENVCLAFARLAEAFSYSAPQLEMLAAQGLLPNVLRLVGGMASPGQSDAPVAV
SDATYTMLLRMLATLCHGSASLCKQLLQLDASSTLHDVLSADATASQGSGFAAAISRPHDQLYQVLALAHELLPPLPKGS
PFSAGAARLLAPKRRSKRNPEGEAAPVADSSAGERTPTEREQALLDQPELVELYASRLFALFMHVHSGAVNASVRSKSLS
CMAKVLHFYPAAGLRDMVRSHAIAAFLAPLITSQEHASALLALHMAEILMTKLPAVYTDKFLREGEVAASVASRAARFHE
MFVSSNPTLAAAVTSGEGSATLRKLRSLATSLSDESLYSTVNPKVPLAGSWTTFADVRALRQLASLLDEVGDGVSTFELA



KSGLVEALLTYLTDADAVPADVANRAAALERRRVRLRVFCAESGAVAQAPPALGLLVGKLQDALNIVERLPLVLSDSSSS
DPHSHGLKDYATNVVLIEPLATVGAIEDFLWPKSAGVPAGRGGKARQGLASVGSSLRPGNSAVTAAEGRGRQRLWGAVYT
LTYRLPMEVDELGGGGGRGSVEPAGSGRSSEGEEGVRCAVEAHGAGAVLKLLWFLHRLNEHWARLYSTAELMRQLQDPLA
LCSRSFPSWCATLVNAYPFLFSFGTRRLFLHSTAFGLSRALQRLHAHAHEASSSSASSGAESRLESRLGRLPRQKVRISR
SRLLDSAVRVMELYAAQPALLEVEYFGEVGTGLGPTLEFYALVSHDLRKAELDLWYHEEQPISDEPPAAAPDSTEAPLGG
AAAERARDKHEKLVHAPCGLFPRPVAQEADGSGVPKRTIQLFTFIGRLCAKAMLDGRLVDLCFAPPFYRHLLCCELGLED
LHDLSPQLFRSLHQLQALASERSRLLRAGGKPAEVAAAVASLTLHGCPVDQLGLDFTLPGFPDFELKPGGADVDVTIDNL
GEYVRLVTDALLVGGVRAQLAAFRQGFSDVFLVSRLAPFTPSELDVLLNGARERWDKATVIELLKFDHGYTRSSAAISHL
LDVIADLTDAQLASFLKFVTGSPRLPVGGLARLSPRLTIVQKKPESGVSPDAYLPSVMTCANYLKLPDYSSKEVMRERIL
TAINEGQGAFLLS*                                                                  
>Ehux_54235                                                                     
LDVRYQGEAAAGDALRREWFEQATAEMVDPRRGLFLASQDGLRPNPHSASSAGEDHLSYFALLGRICGLALYHRETVGVA
WSHAFLKAVFGYPLSFDDLASVDPALHQSQRTLLAMPAEDLGAMCLCFEVDGDEAVIYEESSKRRRATELKPGGADEPVT
AANVEEYLRLYAQHKLLGAVEPQVAAFRAGLAVFLDGRPFASLRTCCTVQLLLCGEAAIDVDDWERHTRYDPPEYAHSRG
VAWFWRAVPAERAQLLFFATGATRPPATGFASLMGYRGAEQRFTVACIGGGATGRLPTASACFNRLYLPEYCCEAHLRAK
LRLAL                                                                           
>Ehux_433216                                                                    
METDDDDAAAGGGGEEAAAEGARAEVGAVAGIAPMRLRVRFSLGLPDGTAPPEGAPVEAFGEGTTLLHCLQRLRETSPLR
AQLTPRELGYHPGVTCDRTGMSPILGDRYKLDGENYDVCEAEYLKMDAAERATYTRIAPPCFRKPRGSGPPVWHLWYKVE
VPRTAAASSSPGPSASHPLPAASAAASDDSAAAAAASPPLPWSASDAEAGILAGQLSADAVLRELRRASASAPAREAALS
PPTLALLRAPERVAPAAAAVMEAFREVSGARRAARQVASPLPSAASLSALASDLSRCGATDGAFTDALLALCLLAQRLLP
SAPDHTPPAAAAGASPAAAPAAAAAAASSSAASAGASSAPGAPPAFARSSSSMGGACDGEGAPSSADTLRRQLVSPRLSS
KLQQQLGDALAVTAGALPGWCEVLLRRCPDLFSPGSRARYFHATSFGVSRALHWSQEQGVAAVRAAYAEELAALDRARLE
AEVSSDAQALAEVVEQVAEVEDRIGRDRMGALRSDIARVSRDALLPSAERLMGLHAGCASALEVQFEGESGFGSGVTQNF
YSAVANELLKAKHQAELPLWLAEHAGIDPEGFISHPGSLFPRPLPPEAPPAVREAVRGRFRFLGRLAAKACRDDFIVPLP
LSLDFLHLVRGGSLTYDALPPAGATGGVASAYAAVACELAAADAAAGYDDPAARRSAAAAAAAAEFAVARMGLGAPMSLA
DWLAATGATFACPLTGAPLCAGGEEIEVTAESLREFVHLLAQLWLADGVAEQAAAFRAGFDEVFPLSRRALAPFTLAELR
ATLCGTGSIEWTEAELSRHILPAGGYTKHSKVYQLLIDELQAMAHAERRAFLNFVTACPHLPPVGLASLEIEVLPQHNGA
KLPTAQTCGNKLYLPEYTDAASLREGLGEAFANAEFGGLHERA*                                    
>Ehux_46175                                                                     
QVVELKPGGGALPVTEENKAEYVDLVCRWRLFGAVGAPVEALLRGLHAAVPAPILRELSALALMLAGEPHIDLADWRRHC
ITAGGLSRRSRRFRWFWRVVRSYSQQERQQLLQFVTGSRQPPVGGFAQLQGFNGGVHKFTLCAASHEPKDSLPRVHACIC
TLDLPEYSSCGAMRRALHIALSMGAVGF                                                    
>Ehux_210599                                                                    
MVQGEIRLRRRLRDAGLSNIAEDGARLAAALTATSNDVERAFCLIRASQTPRAAATSEPRQPGSAGAAGDSTTLKVRVEI
GLWSAGVSQVKFSKGGLEWRPSKSLPSDNGTPDLKMSANTISHATVDRHLGNHKLSIKGTIVVPNYALSAHYDHGAAKGN
PKAYLHLARDSQLHTAGAGSQPEAASSSAAAAAPTSLLSDSSQAAATQVGSITNEQDLRHRLVLEIQCNQMLKQQLAKAK
QSAAAAREAAAVQTRTSGAAAEPDPPPVVAAAATSPALLGVGLVGRGLGRLRCLPAPQTFAPQPPSADAVAASSELAALK
ERLAASERARTRAEGALAAASRETLLQRFVAFDAHRDRQFSCHRGSFWKDDKRSSLGTFALRRSSLAVDVLETIRRELSP
SSAMWAPFHVQMLQDSKIAAADESVCRAVTGEMHVKEAGVDQSGVTIDMFAQFFRSLRSLPETSRLFERHGTATCALPLR
DALAGAEPASEAPPAKRQRRAGGASSGASGAAVAPLSSCGSRDLLALVGRFIALALIRGDGHFVDDQLPDFVIEFLSTDN
YQSLQRPDGALAALEQTGLAGEYTRPLLERDIEEFAELIAEEASDLRLWHLCRRCVCGCTGDAPGAPPCSCACWREPLTE
ETKRAQIVRVAMHDLYEVRKGSLRALKKGFQGEDQPETDSSGAYFFSPQLGIFSPAEVALRLRGQEVTTPDELLKELSFR
AQDADELTSSGEMGKTSTAAFEATREWLSEFVMKLEAAGVKNFLRFITGLSSVKATSTGEQTPIIVHVYHDPVGNTPTAS
TCTRTMLLPAYQSRADFEKKLNWSLEEFRVRSSQIGGAEMGWQ*                                    
>Ehux_66373                                                                     
MHRSDGGSTVELKPGGASLSLTYHNRSEWCSLATAFRLHECDAQTAAVRRGVAQILPLEALVLYTADELERLVCGQRDWS
VEHLRKYAEVRTADSRSVGFLWEVLAEMVREERELFLIFVWGRSRMPEGAPPQRFIVDSQHVQGDPDEHLPLAATCFFQL
HLPRYRSKEACRAKLLYAIYNCKEMDLA*                                                   
>Ehux_66918                                                                     
MGPVVKRAWLHARLEAKVGGADAVALSLVACRDNILEGLCAQLGVDEVTGNLLDGAGPQRLSVRYAGEAADGDALRREWF
GLVTAEIFDPNSGLFVEDANRMLQPNPNSAAEAGADHLSYFALLGRITGMALYHKEMLNVSCSMAFLKAAFGYEIAFDDL
ELVDPDLHSSQKQLVSMSAEGLEALCLTFEVDGDETVVYERSSDRRRTAELKPGGADEAVTPDNIREYLQLYTRHKLLGA
VGPQVAAFRSGLGVFLDEELLATLRSLCTIAEVQLLLCGQPNIDVDDWERSTVYNPPDYHHSNAVVWLWKAIREMSAEER
AQLLLFTTGSTRPPATGFASLMGYRGAQQRFTVTRFDGAERLPTASACFNRLYLPEYGSEALLRAKLRLALSEAEGFAEA
AVAH*                                                                           
>Ehux_67681                                                                     
MQVAYEEFGERKVFDLVEGGGEVPVRAFFVLGANRAEYVRLYTQYLLVDSVATQSDAFLRGFESAIQLFRWEELELLLCG
SPNLDFEALERVTQYDDGFSCDSPCIALLWEVIHELPLEMKKKFLFFCTGSDRVPIKGLGNLSFVISRNGSDEERLPSAH
TCFNHLLQPPAAARVHDKVQAQGAAAQGGLGHRGLPHHLTAGPRPQSSSRGGGERAAVRERPDTKERSPALERGPTGKSS
FVEYSVLSVTPPSTNLCQRRLHRRPYAACRAETRM*                                            
>Ehux_106507                                                                    



MGCGASAHAAAPGRASPPSSLERRGGPPQAGQGGAEQLASIHLRLDELWAPLLDSVEARLSGAEDSRASWDSLTPRGLVE
LLFEASGALGAARWAGACETEALLALLLEQWTRRLESAVCAEPASGAPPEADWVNSSLRRLLALLGVAFFRVVSVEDEPS
IRAKLACLGELEARLGLQPRLLSAALGPQGKALLLYVDACVVADSRFRLPCERATALWDTFALWSDSPHRVSPHGSARSL
GSAKLYPQFRSRDGGLEHGEGHGPRKEYFALIGEHLARGGDGRPALLPYDGSHRQHWFDGSLEQSAETEALLRCSGWLLA
QAVCNRCTVEILLPTLLFAALCAEPGVRPFAPSLDALAGLDPQAAASVRAVLRMGRREFEEMAALEGLAGLGREQYAERA
RERLAGGGEGGWQLKALREGFQAVLPPAMLRGIGISPTQLCAIVCGEPESHDRRLRDVFRVVEDAALAGCPPLREALWAV
LDGWTEEEKRRLLAFCTGSDRWPQPGTAVLSVQLPFAPRGRREEAAMALMMPQAHTCDNVLELPNYYLALAASRGEEAGA
GPPSPGFAAELRSLIHDRFSTAVSHCACYGLDDLGGAGPAAAAVAARRAAEQLGIGFQADRDDEPSASQWSTSLDSETVE
LALAEASGGAPVERGDASLAARPSSEEEDGEEVTLHELEMLASELEELELG*                            
>Ehux_107051                                                                    
MRAPSFRSATTIAASVGDFEGRAAPTRLASLSATPMRSVAAGERHAVAVSIAGDVYAWGSRRHGALGLPLLAGSEARGLP
TPRAVPALRGRRAVAAASGSDWAMALLEDGSVYCWGKGVQPRGGGGGARGEGGGEPPSPRRRALSAEALSSAAGAAPSGT
ATPQLLELPASCTAVAAGRSHGLALCGGGDAAVYSWGVGDYGQLGAGAALERPHAERLPLPLGIAPRCVAAGGYGSAAAG
ELGPPQPPALSAGSALCLADGRRWGELAERVGAVFASPALLAACFGAADGSYDPAALEATYVTLMRTYEAAPPVVAALRA
SIPRLLSHLGGEIEAAQGAQTVALLALLRNRAPAMLASLSPPASRRAAELLSAAPNEVLGGRVVRPLRELLERLFCRGGS
LAALTERVAPVVGTLSLARDASALAAARGLPAVPAAEFRCAALSERLCAVPTQQLPNGTHQQTGPSGLQRDYAAWAQGEA
GFTFCSQPWLFSVAAKGKLLQLEAALRMQHSQQVALRHSLFGPQPRLGIGAKRGALAWLPADVAAADAAAPFLVLRVRRA
SLVEDALESLAGNTPLSLLKPLRVVFVGEEGIDEGGLRKELFQLLIEALFTGGYGLFVWNEEVRCFWFSRDSLAQEGAAD
YLLVGLVVGLAIHNGTVPTLLFSQVLGEPSASLESLKQVDPELARGLAQLLEFDGDVEVTFMATFTVAATACGEPKTVEL
LPGGADRPVTNESREEYVRLVVEHILLTGVRPAFDAFRRGLLTLCDGPALSFLSPEELEELVCGTPHLDFAALQARPARP
LAPSPPPGLPPAARAWVQANTRYDGFRETDVTVKHFWEVVHAYSTDEKRALLAFATGCDRAPVGGLGKLKLILQKSGPDS
MALPHSHTCFNLLAMPAYTSRGKMRDRLGIAIHNAKGFGLQ*                                      
>Ehux_226333                                                                    
MCLWGGYLLVDSVATQSDAFLRGFESELELLLCGSPNLDFEALERVTQYDDGFSCDSPCIALLWEVIHELPLEMKKKFLF
FCTGSDRVPIKGLGNLSFVISRNGSDEERLQSATHT*                                           
>Ehux_226468                                                                    
MPGESFQTTREAVAQASRRQETVERARAAREARAQAAAAAAKVEADQRDANAAEVVQCGARRWLESIRSRTSQRAAWVCP
DHPPPAGQQLALAAWLLRFYEPRHDGGRLSQLCRLILAGLEEGAEAERAFCAAALSRPLTRHWVAVLHRLLLACARQLTP
VGGALPAAGEGEGKGGEVVSGVLGPPLRLLLALAEPELFALGVLSLPALCEPSAALLPPAVLETLRRGDAVWKKLKGTIR
VEFVSELGLAEAGIDRTGVCKEPLEDAAGVFKEFLEDAMRAAIDAQRGLFARTAQRRIYPSPSSGVAELLGKAVYEGIVL
DAALADFFAAKLLGKPGSIDDLASLDPELFQSLQLVKSYDGDVEGDLCLCFTVDEDVFGVRTAVDLREGGSTMPVTRENR
IE*                                                                             
>Ehux_467204                                                                    
MRAVAWQLVYARSRRLLAPALVPPTFPPRGAARLDAGRSVVVQVLERLPWAIPFDARVRLFRALVQREQQGLPGEALPEH
LRGHRVQIRREHLLEDGYVQLGALPREKLKGTIRVEFVSELGLAEAGIDRTGVCKEPLEDAAGVFKEFLEDAMRAAIDAQ
RGLFARTAQRRIYPSPSSGVAESAHEPRRGRRSQKAGLLGKAVYEGIVLDAALADFFAAKLLGKPGSIDDLASLDPELFQ
SLQLVKSYDGDVEGDLCLCFTVDEDVFGVRTAVDLREGGSTMPVTRENRIEYVHLMADYRLNRQIEAQSRAFVAGVHSVV
PLSWLRLFTTPELQRLINGDDAPIDVNDLRRHTRYAGGYNELTPTVRDLWRVVADFSHEDRALLLKFVTSCSKPPLLGFK
YLQPPFTVQCVSGDGGETPSVLAFFGMGRNETQRLPTASTCFNLLKLPNFKSRAVLRERLLYAIRSASGFELS*      
>Ehux_455391                                                                    
MRDCNEGPGCEGWPPDGWGAWCAELDLELIAYARYLATRGKSERRMRDVSRAELLAPWRPGAARAELAKLGGSCPSLAAL
APTAESDTAPIAARWALLVRLNHEAEALLPYALTGWCAAPGTLGGRLSALRHLVFYDVKMRAWEGGLPDKAADTPPIQKS
KEAVVMLTGLRGADMAKMRRRDRGFRVKFVGEAGDDYGGLYREAFTNLCAELQADSSELLQRCPNGQHSLGSNRSSFLAR
PSASSPRALDGWRMLGLLLGCALLQRDTVLDLELCEHVWKADLAGFDDAAANSLRSLRHIDREGVDAALFGDLFFNCFEV
ELSDGSLVELCDGGAALPVTFHNRHAYCGLALAARLAEGRAGYAAMRSGVASIVPCGRLLALLTGKELERLACGVADIDL
AALRRHTRLPLTEAEWGDATMRVHALETLTPDQHLPVAHTCFFSIEWPKYTSLHIAKAKLSYAITHCAGIDADNTSEARA
NALADAFAHLEGDGGAASSDAPRGAASSRLARTSSSETDASNV*                                    
>Ehux_111252                                                                    
MADSWVWCTGAEAVEAVVANMREHAADVELQRDGCLTLRNNMRAGRYACRQAMVDAGGLAAVVAAMVGHPADLLLQRAGC
DVLWNMAAGSDARKQAVVDARGLAAVVAAMGRHAADVELQRYGCLTMNILASGSDARRQAVVDAGGLAAVVAAMGRHAAD
VQLQWAGCGALQNMAFGSDACKQAVVDAGGAAAVVAAMGRHAADVELQRNGCGALLNMAGGSDARKQAVLDAGGLAAVVA
AMVGHAADVELQRAGCGALRNMVFGSDACIQAVVDAGGAAAVVAAMGRHAADVQLQWAGCGALRNMAVGSGARKQAVLDA
GGLAAVVAAMGRHAADVQLQWAGCGALLNMAGGDACKQAVVDAGGAAAVVAAMDGHDADVELQRLGCDALRNMAIGSDAC
KQAVVDAGGLAAVVAAMGRHAADVQLQWAGCGALLNMAGGSDARRQAVVDARGAAAVVAAMGRHDADAELQRLGCGAQRN
MALGSDACKQAVVDAGGLAAVVAAMGRHAADVELQRYGCGALQNMAVGSDACKLAILGAGGLAALVAAGTAHPTCHASVS
LTVRRLLGDLGAFAPADPAPPPIPPPVAELAEAERARQRAEQRAQQEQEQRQEAERRAQASHQREQELQQQLTIVATSNE
LDEGAFLRRFVAFRQYVEMLLEYLPSKTARSKPWRLKVRRNQLCRDVIEYFSPTNARQKLFQRTEVTFIDAHGGEEEGED
LGGLTVELYSCFFREVLLAGSGLFEGAGDDASTSIGLLPSPTADLQSMNNIGRIMCRCVLDDQPLGRGLGRFVFEFLADT
HEWRVFKDVHSALAALSDFDPELSQRWAQLLVQPTAGLTLDFFDEDAAAEEVPPESAAMERAVLAGCRHKLLVSREASLR
ALRDGFTEVVDLREQLGALSASELLLMLRGNTELSCEELLACFAWPDTSDSAAAKAGFAAAGSDAPRYLREIILDESPET
GLGSLGRMRLLEWSTALTALPCGGLKDPITLKLYEGADVHDLPNVHTCTHEVHLPPYATRQQLQAKLLQAVEHRHDGFLI
E*                                                                              



>Ehux_441449                                                                    
MVSCQRAETSLTAYLPELEHLGANSSGLNAVSGAAHTMLAILLVRQSVLCLLSDIQCLKESDEDATSAFSLEQLGRPREL
LDLLKLAYHSSGHSSVGGGSAGSIAFSRLWGMIEGLMRGGRDAALLPGPFKALPLLLRDDALGHLRREKNGIATLQSPHP
LEGTRMQSKHRLFVDGASSLLLKLDRRSELNGTAHILFSTDEDGTELVGRWPSPGVPWKDVRVEGDTVWCHLKGEVQGGS
RPRRPLWGFRVRACVAGWRSPEGETQVLETPLAFAWQLLELLSEHRPLELLTQHTYIRLVQYLHARCAPHLTSAASVLLR
LLKLPAKTLCDLEGPDPRLSWPMQHITALALHVNQFFEAHPGRAMRVPLQIQLYAELVARAVSRGPEAGLKLPPSDWMQS
MSELNSACRFMLRDEGADTISDLPNVWLRQLEASGLELMLLNEPWSLAKYTTLLRFATQKIGGPKGELIDLSPKSLPAPT
EDDGPVMAQCDQATVQVRFALLQLFNRVLLPCFGVAWTGEPQLGHTLGAELCSLRQIIFTEVKNSVWGITMDATIPFRRP
AAIAANPPPTVTLNRRRALKERADRHAKTKHSVFVQLHNQLRAVERKELMRRERAFKVKFAGEAADDYGGPYREVFTVLA
SELENEAVLPLLQLSPNGKHNLGSNRDRFILNPGASSAESLQYFELVGMMFAFALMQKETVLTLSLCSVVWKQLVQEPLD
TQDLAGFDESVMNSLEQIEHIDREGVDEDLFSDLIFEVFTTQLSHGVEVPICEGGADIDVTWSNRKHYCELVRKARLGES
RQQAQAVLKGINSLLPSNLLPLFTHREIELMVCGAPDIDLSILRQHTRYGVTVDPDDSHIRIFWQVLSEFTAQQRTLFLS
FIWSRTRLPATEEDWDDQCMKIHTLECTSPDLHLPVSHTCFFSMEWPRYSSVEIAKEKLLYAIVNCVDIDADNTAEGRSN
MAMGRDDEL*                                                                      
>Ehux_112170                                                                    
MRGHESCLRALHELGAGASLSAASANGATPAHLAATSGHESCLRALHELGAAASLSAAEEGGWTPAHLAAWSGHESCLRA
LHEGAGASLLAANADGDTPAHFAASCGHESCVEFLVSIGGAASLFADLASSPGQIETDYPVLLSKPSLLVLAVKRAWLHV
RLEAKVGGADAVKLSLVARRDNILDGLCAQLGVDETTGSLVEGTRAQQLDVTFDGEAAAGDALRREWFGQATAEMVDGRT
GLFSPDGQQTLRPNPNSATEAGPDHLSYFALLGRITGLSLYHQETLNVSWSTAFLKAAFGYEIAFDDLELEDPSLHSSQT
QLLSLSAEDLEAVCLTFEVNGDEALVYEDSSKRRRVVELKPGGADEVVTQANLKEYLQLYARHKLLGAIEPQVSAFRSGL
GVFFDEDLLSTLRTCCTVAEVQLLICGQAAIDVDDWEQFTVYDPPGYRQSSTVVSLWKVVRAMSVEERAQLLHFATASTR
PPATGFASLMGYGGAEQRFTVTRFDGPSATERLPTASACFNRLYLPEYGSEAELRAKLRLALTESHGFAEAAVAT*    
>Ehux_468145                                                                    
MQEVDEEGRTPAHAAASSGHVDCLQTLHALGAAASLSAADENGTTPAHEAASEGHADCLRALHELGAAASFSAADAQGRT
PAHLAALRGHADCLRALHALGAAASLSAEAANGRTPAHLAALRGHADCLRALHALGAAASLSAADKNGCTPAHAAASNGH
ADCLRALHALGAAASLSASAPDGRTPALVAASEGHVEAFEQQQAEAAAAAQEQARQQQRQQEEAAEMEAWASSNLGEEEA
AAEEALTSPDATGLPGVIAELEAKQSLSWGLADVVTPAEVAARRGHESCLEFLASIGGADRFWANLVESPEKIPYYKVDL
LSKPSLLNLPAKRAWLHERLEAVVGDADAAALSLVVHHDNITDGLCAQLGVDETTGVLLDGTVPRRLDVTYEGEGAGGDG
LRRAWFSEVTKEMGDRDFGLFSAAGGQTLQPNPNSAAYQTDHLAHFALLGRIAGLALYHQEPIDFPFSPAFLYVAFGYEI
TFDDLKTFAPDVHSSLKKLLAMSADELEAMCLNFEVDGEEALVYEDSSKRRRATELKPGGADEPVTVANVKEYLRLYARH
RLLGAIELQVRAFRAGLGVFFKEEILSNLRTCCSVAEIQLLLCGAAAIDVDDWKGSTVYDPPEYERSSTVTWLWKAVREM
TLEERAQLLFFATGSTRPPATGFAHLMGYSGEDLPTEQPFTVTRAAAAGRLPTASTCFNRLYLPEFDSEAQLLRMLRIAL
TENQGFSEAAVMA*                                                                  
>Ehux_113251                                                                    
MLLRMKLRLAQDNQLKREQRRRAQALAARASAAPAVSTSALLERQEAKVLSSSTPPAQPQSLVPDSSKVDAMEIWMESVL
LPAESVVEGGGAPEAVVATVSPEVDLTAAPAVAAAAAEAAAAAEAEAAAAEAAAASQAAAAAAAEAAEAAEAAEAAGRGL
EEWSAAAPQSPSLTVSMVDASLSHRSSLLTPAAAAPTAAAVDGEEDEPLTPLKRKAAVLSEVATAKSAAPWQQQRRLEEA
ESQPQAATAVSTAVGSVAETVDDAAMATAKWFRIEKTRSCPDRLRHLQSLADNRSKVFRSAIRPVGEGGLIALVEIKGRA
LGMRAACKLLCCPENISADGVLEMTTEKLFMDEYTSDAFEPCHRRFNGVAPTALLPTKRDLSGGLRAPPPYPQAAPPPLP
PPPPALPPPQQAAPLPAPPPPPQTAPPPPPPPAPPPPPQTAPPPPPPPALLPPPPQQAAPPPPLLLPPPSPLGVLVSSSP
LPLPDVGSSIDVFFRIGRRAMNVDTGAAIGVAGGAAIGALVGVGGAAGGAAVGTAVPPPSQPPSQSQQAADGALPAAREV
SGASELDADAQVEESPSQSDATSESDASSESEAELEEEDPEEEEEAETKEPPEAERALERWRKLQYEHEDSSEEEVSDVE
DDDCAAGTAMDVDGVEPASADVVGAVEEPAKAEDAAQPLAAGAAGRAAQSSAPPPSPPSQPPQPQRRLFLDDSEDEEEDT
PEPQPQPPTEPGATAVHGSPGVTSAASDASPPPAKRARVEAAGQHSLTAEFASEPLDEAAASSATSTLVVAADELDEGAF
LRRFLAFRQYVEMLLQYLPSKTARNKPWRLTVRRNQLCQDVVGHFSPAIKAADTKLKLFQRTEVTFVDVHGSKEEGEDLG
GLTVELYSCFFREVLLADFGLFEGAGDDTSTSIGLLPSPTADLQSMNNIGRIMCRCVLDDQPLGRGLGRFVFEFLADAHE
WRVFKDVHSALAVLSDFDPELSQRWAQLLVQPPAGLTLDLFDPDAAEEEVPPESAAMESAVLAGCRHKLLTIREASLRAL
CDGFTETIDLRLQLGALSAAELLRMLRGNTELSREQLLGCFAWPDASVSAEAKAGFAAAGSDAPRYLREIILDESPETGL
GSLARLHLLEWSTALTALPCGGLKDPITLKLYESADEHDLPNVHTCTHEVHLPPYATREQLRAKLLLAVEHRHDGFQIE*
>Ehux_469045                                                                    
MASSTSEAMDVDDTAKDRDRVSALVRRYFAQLTRGCGRPGCPNRHCRSSADASELDPTRAALLSLELAQCGDHALCDELP
PFLSLPLLQQLCASASSGAPESMHALEASLAEVFSSAEALSRSFVSSSAAREAEAAQLAVDPSELSGVDAGAVGEAYSLL
FSSPPDSAGFTAADRLGNVVMRGAHALLRGRGAYKLLTEGNCPLQREGGSLRWLLVLMANPLLLEPQHHKPVLLPLCSLI
ASLEEGAAAQVARWWSHWPEPALARIVAIQLFRWEELELLLCGSPNLDFEALERVTQYDDGFSCDSPCIALLWEVIHELP
LEMKKKFLFFCTGSDRVPIKGLGNLSFVISRNGSDEERLPSAHTCFNHLLLPEYTTKSKLKAQLLKAVSDTEGFHII*  
>Ehux_73670                                                                     
IRREHLLEDGYVQLGALPREKLKGTIRVEFVSELGLAEAGIDRTGVCKEPLEDAAGVFKEFLEDAMRAAIDPQRGLFART
AQRRIYPSPSSGVAEHVPDMSRRLLGKAVYEGIVLDAALADFFAAKLLGKPGSIDDLASLDPELFQSLQLVKSYDGDVEG
DLCLCFTVDEDVFGVRTAVDLREGGSTMPVTRENRIEYVHLMADYRLNRQIEAQSRAFVAGVHSVVPLSWLRLFTTPELQ
RLINGDDAPIDVNDLRRHTRYAGGYNELTPTVRDLWRVVADFSHEDRALLLKFVTSCSKPPLLGFKYLQPPFTVQNETQR
LPTASTCFNLLKLPNFKSRAVLRERLLYAIRSASGFELS*                                        
>Ehux_239406                                                                    



MLAGEPHIDLADWRRHCITAGGLSRRSRRFRWFWRVVRSYSQQERQQLLQFVTGSRQPPVGGFAQLQGFNGGVHKFTLCA
ASHEPKDSLPRVHACICTLDLPEYSSCGAMRRALHIALSMGAVGFDDAAVAGDDEAPSGDESAGTPPPD*          
>Ehux_242415                                                                    
MADLRWVWYTGAEAVEAVVANMCEHAADVELQRDGCLTLRNNMRPSRYACRQAMVDAGGLAAVVAAMVGHPADLLLQRAG
CGVLQNMAAYDAHKQAVVDAGGAAAVVAAMGRHDADAELQRYGCGALWNMAIGSDACEQAVVDAGGLAAVVAAMVGHAAD
AVVDAGGAAAVVAAMGRHADVGLQRLGCGALRNMAFGSDACRQAVVDAGGLAAVVAAMGGHDADAELQRLGCDALRNMAI
GSGARIQAVVEAGGAAAVVAAMGRHATDVQLQRAGCGALWNMAIGSDACKQAVVDAGGLAAVVAAMGRHAADVQLQRYGC
GALLNMAFGSDARRQAVVDARGAAAVVAAMGRHDADAELQRLGCGALWNMAVGSDERIQAVVDAGGLAAVVAAMGRHAAD
VELQRYGCGALQNMAVGSDACKLAILGAGGLAALVSAGTAHPTCHASVSLTVRRLVGDLGAFAPAAPAPPPIPPPVAELA
EAERARQRAEQRAQQEQEQRQEAERRAQASHQREQELQQQLTIVATSNELDEGAFLRRFVAFRQYVEMLLEYLPSKTARS
KPWRLKVRRSQLCRDVIEYFSPTNARQKLFQRTEVTFIDAHGGEEEGEDLGGLTVELYSCFFREVLLAGSGLFEGAGDDA
STSIGLLPSPTADPQSMNNIGRIMCRCVLDDQPLGRGLGRFVFEFLADTHEWRVFKDVHSALAVLSDFDPELSQRWAQLL
VQPTAGLTLDFFDEDAAAEEVPPESAAMERAVLAGCRHKLLVSREASLRALRDGFTEVVDLREQLGALSASELLLMLRGN
TELSCEELLACFAWPDTSDSAAAKAGFAAAGSDAPRYLREIILDESPETGLGSLGRMRLLEWSTALTALPCGGLKDPITL
KLYEGADVHDLPNVHTCTHEVHLPPYATRQQLQAKLLQAVEHRHDGFLIE*                             
>Ehux_470202                                                                    
MRAPSFRSATTIAASVGDFEGRAAPTRLASLSATPMRSVAAGERHAVAVSIAGDVYAWGSRRHGALGLPLLAGSEARGLP
TPRAVPALRGRRAVAAASGSDWAMALLEDGSVYCWGKGVQPRGGGGGARGEGGGEPPSPRRRALSAEALSSAAGAAPSGT
ATPQLLELPASCTAVAAGRSHGLALCGGGDAAVYSWGVGDYGQLGAGAALERPHAERLPLPLGVAPRCVAAGGYGSAAAG
ELGPPQPPALSAGSALCLADGRRWGELAERVGAVFASPALLAACFGAADGSYDPAALEATYVTLMRTYEAAPPVVAALRA
SIPRLLSHLGGEIEAAQGAQTALLQNPLLSHSSEEAHALTLAGRLAYLSPPRHFLHTSYTLPRHSLPRLASLSPPASRRA
AELLSAAPNEVLGGRVVRPLRELLERLFCRGGSLAALTERVAPVVGTLSLARDASALAAARGLPAVPAAEFRCAALSERL
CAVPTQQLPNGTHQQTGPSGLQRDYAAWAQGEAGFTFCSQPWLFSVAAKGKLLQLEAALRMQHSQQVALRHSLFGPQPRL
GIGAKRGALAWLPADVAALERGREAVAAADAAAPFLVLRVRRASLVEDALESLAGNTPLSLLKPLRVVFVGEEGIDEGGL
RKELFQLLIEALFTGGYGLFVWNEEVRCFWFSRDSLAQEGAADYLLVGLVVGLAIHNGTVPTLLFSQVLGEPSASLESLK
QVDPELARGLAQLLEFDGDVEVTFMATFTVAATACGEPKTVELLPGGADRPVTNESREEYVRLVVEHILLTGVRPAFDAF
RRGLLTLCDGPALSFLSPEELEELVCGTPHLDFAALQARPARPLAPSPPPGLPPAARAWVQANTRYDGFRETDVTVKHFW
EVVHAYSTDEKRALLAFATGCDRAPVGGLGKLKLILQKSGPDSMALPHSHTCFNLLAMPAYTSRGKMRDRLGIAIHNAKG
FGLQ*                                                                           
>Ehux_244291                                                                    
MIGADYARHLQQQEQEQQQAPVEGVGEEPLLPEGVEVGGFCLATAPDAWRRRYKAVLLSVRSARCYSGLPLHVRFVGSEA
GEPLNRLTAQRRAQSGVCVACHVSAWVPPEQREDAVAGTSSGMLEGGSSGRRRAAPERFMAPPSKPAAQVTEAEGMQLHL
CSTNDTGYKGVKRTWRGRFDAKRSIGGRTVHIGRFDTAVEAAVAYARHASQQQAEPQPIATGYKSVYEDTIAGHFFAQVI
VGRRRLNLGPFDTAVEAAVAFARAEEEGWLGEFEAYFRGKLSHKNAQQVMKHITPLAAGKGVDFGPGVGNFLAGIPVTLS
SDVAYILDALHRPGNAAVRDHDDLKGGWHIRHPLYKLREFQAHKLMTEAQQQAQAQQQAQQRAQAQLSHPPAKRARVEAA
EQHPLLSAESPSEPLELNAKLLALRQHIEVQREAARREFKSARADWKLPVVRSRLVSNVLDLLGSANPRTPALHWRNTVV
TFVGEPGVDQGGLTADLHSSFWREVLKPEHGLFEQLAEGGAYLPRADADKERLSLVGRFLLKSVLDDHPTGPGPSSFLLE
FLSGAHETRAFLDSHPTYALQLLANADPVIAQSWSNLLHLSDDQLAATTLTLDAFDDALPDEPLSRANVSRAVVAGCRRK
LLTDRRASLDALRDGFTLGGKLDLGLQLAQHRNADLALLLQGKATISTQEMLDCFEWGEPPAECAAAVEHLRAAIAEGDA
HLDVRRRRRLLRFCTGLNALPVNGLSRKVSFNFLDKPGVPLPEPHTCTHELDLPAYSSRAELLEKLLVALDSFEADPSFG
QE*                                                                             
>Ehux_445432                                                                    
MLDLLVDLRERLRAEGLPLWEAALPYLDEIAELSSLSKWLLLPPGSGAEPPPPSLRHAARASGVDGAAGAARAEVARALA
AWEPRLDEELVRYVDSQHGSAHGGGAGGGGGGGGGGGSSSSADRPGSALTLRPALLASLSHDGAPSSSDRRALQASAAEA
RCARFVLIQRFNALLAHLAPLVHSSREHEAHTLGGRLCLLRGVVFLEVKQALLQRFVTSTAKDADAPQVLLNRLRALSKQ
SPDGSHTLLAQLQEQLSLLHPRALCRADKAFRVNFVGEAADDHGGPYREAITQICGELQSGQLPLLLRCPNGRHGVGAGR
DVYLPRPAASSARELGWFRFVGQLLGLALRQKETQLPLNLPSLVWKQLVSQPLDESDLRGTDELCWQSLQKLRTIDQEGV
DAALFGDVIFETFQTQLSDGSEVELLPGGRHSRVTFESRHDYCDAVLAARLRESRQQCDALLQGISLVLPQRLLSLFTWE
QLERLACGSADVSVEVLRGRTKYGVGVSSVQRHVRYFWAALRGFTPEQRSAFLRFVWGRSRLPISAAEWGDTRFTLHTKQ
SPRPDALFPVAHTCFFSLELPAYTSAAICRERLLYAITHCLAIDIDTTTGARENRQLTAWSSSEDEEEAPGAPPSPTARR
*                                                                               
>Ehux_245473                                                                    
MIRDTQGNGSGERIATEAPTPRFRLQPDRGSELELLLCGSPNLDFEALERVTQYDDGFSCDSPCIALLWEVIHELPLEMK
KKFLFFCTGSDRVPIKGLGNLSFVISRNGSDEERLQSATHT*                                      
>Ehux_42493                                                                     
PIEVRRGSLLTDAYSELRGLGSGWRLPLRVRFFSAEGGEEAGVGEGIAKEFLVDVLREGFDPSFGLFATGTEGGLYPDPA
ARMSHAADGASARSWYEFLGAVLAKALWEGILVELPLAPFFLSLLLGRTNTVHDMPAFDAQLARSLRLLRDYDGDVEDLC
LSFAVDQYTAEVPPELRRTHSLVPGGASLRVSASNRNQYILHLSHYRRSTQRGGREVILTDSWIRMFSVAELQLVLGGSD
APLNVADWRQHATYSGSLYPAAPRRAVPLSLSRCTCGYHADSPPVRWFWQVLAEYPPPRRAAALKFATSCSRPPLMGFGW
LQPPFCIHL                                                                       
>Ehux_251567                                                                    
MFSVAELQLVLGGSDAPLNVADWRQHATYSGGYHADSPPVRWFWQAADTSRLPTSATCMNLLKLPPYGSLEALRDKFTYA



IEAGAGFELT*                                                                     
>Ehux_122244                                                                    
MSAAASSSSADAAYAPVARAVEAMRQSLREAPERFAAASKDVGVLQKLLRNPADQPEEPRFRKLKLTNATVARVLATTGV
REVLEACGFSADAEHLELRMEATDTAAVARLSSAAEAVEAAQRMLQELHWIATVRDEVPSLAARPWAADGAAHALVQACL
AAVSAPASDPLALAAKIPWVRRLNRLMFSAELQECRSSLSPLASVAIVALQTTSLELIRVGARDVRSLVEVSQCLAQLWP
PGEARTLDARLDFAFACMEAALPPAGEPLELRLRLVRRELLGSAIEALGAFSEMGVRCGVLKQPLTIEYVGEAGQDAGGL
RRQFFDLFTAELPASRLWTHTDAGGLRPVDRAALTAEAAAQLRPHMEACGRVCGMALYQELHRRLGCWKGTGRMPLGVRW
EPEVFAGQPPSLLGDSFARYFLRAVRHDPPATLAELQAELRAECPDSAPDYRASPEILTRSLRESGLEGQTFVRHVGGAE
VPLVEGGAAEWLERMLRAELVDGVAAAAAHFRKGLVDAISPGHIDAADALTCRWTTPHFFLLTADELQAQWSGAAVSRSF
VASCRATATVHPEVAQQAQWLWEVLDELDDAERARWFRFLTGSSRGPRGGANLRIGPRAGGDGAFPFAHACVSSLDLPSY
SSRELLRERLGAAVKAAHDKFTDL*                                                       
>Gthe_160487                                                                    
MHADMGGHGGTWLDIHMGFGYTRDFTWLETRKAVDGNRSIRTSGGKATKEGHTFYVIRKPGAKRRMLPCRQISHSENTFT
DRSHTWESHVTLKREFSSLEAAFDPRRNRTTTEQPVTLEIEDPGTVRNNSTQQVTAFHGRLHMSLNISEVIPYRKERQEM
MLAEFMSSHGLSDKVNRILQFLKIVNESLEDLNSIHQDIAQELINQKLSNKLKQQLSDPLAITSGSMPKWCHEVVTKYAP
VFPFEIRFQYFAHCSFGVDRSVAAIQSAQDKSPERVRQRANARTREEDTSRSLGQLKQERVVVKRGSQILEWAMSVMKVH
AKRKAILEVTFADEEGHGSGVTNEFYSLVSDALQQRDLGMWICDDLDNTLKKNRNSSFETFDTEIALSPMKKAKAKTDGD
LEIAFEVNRYVHRDCGLFPAPLPPNAPNKDAILEKFRFLGTFLAKALLDNRLISLPLAYPLFKILCHYPLNASDLAFIDP
EKARHLAQLHEVAVVKKSADLEEDPHRKQEMLQSLPDVEVYCLTMQYAPSSTIHGFRSYDLIPDGGSVTVDIDNVHEYVE
RMYNFMLDEGICEQIEAIRKGISEVFPESHLKAFTPSELRSMLSGESNVSWSKNDLLEHLEPRNGYDIESSTFQHLVHVL
CDLDERERKDFLRFVTGVRVLPPGGLKNLDPKLTVVRKHCENDPDDHFPSANTCFHFLKLPEYSSTEILACRLKTALQHG
MDGFYFN*                                                                        
>Gthe_43144                                                                     
IDRSRIVESSIGALIGQSEESCRSRHFEVNFLGEEGTGTGPQREYFAVASKKFVCEDYGLFGLSSGTRVYHPLAGDFGMF
AFGRLLGLAIRHQSLVDVKFSRAFLRMIVGGKLELEMLEEIEPDLYRNLCALKGHQDHEAMDLDFTILTDYQPSKQKVEL
MENGENIKVDSTNIEKYVELYILYKLRDGAKKLMDRLLHGFFEVVPKPAIRIFSDQELDLLLCGLPKIDVDDWRRCQGEQ
LCETSQLSLWFWEFVCSKEEAERALLLKFCTGSSVSPSVGFENLPGLSSICRFTLACTQEAGDDRLPTASTCFNLLKIPD
YSSKEILEERFHVALHYGSEGFSF                                                        
>Gthe_102440                                                                    
MDPNVSIPGSLGETNETLDTSLESQLAQALSTLGIGELNIDIRRQVLNQVGNDVAQAVDWIMENSDRLSSWMSDMSSNAL
NHNLVQGAAVITKDGHSGRISQINGDGTFDLVFDDHSPRLHLSRDDFLVDEHRDEVQLIEHMQSMSDNVEALNFQQLEED
DDEDDDDEIDNEEQSEFAPSDASRLLINLRDFPELATIFISHGNAFSSTSSSHTEVPNFRVSDRVLLSSEAGAAHENVKG
PLRVGDIGEVVEVGHQFVKVRICDSQATWWYRKASLALEQDELINREVEVPSLQDDLITVSKPFHNLSKCSKAVRRICAL
LGLRDYEIISKLSDFQAIKHVSEAISCCCEPTCHANPSAVQYSTALELVLSASICMSDFLFQDWKDDQIMFQVGDTVSCR
LSEANDVIEGKVTDYLDVNATDSNGNTPLIICVEQDGSMDLICILLEFGARVNATNLAGRSALSAAAELGRVDIVKKLLA
KGANLQLIERANCKEEMLKFLDEYDERQRSFLDSSEFKRKYSELQSLYISELLPKLLNTQCSQFYAFNDAYHFGVIASVI
NCIEYLVMTDSGELASVNVVVPCFLICQDLLASSIPRNVKAGLRLLQAIVHHDKNNVSYLGRWNILQILSDLANAKRSLD
FNSVEDPEPRYLQYRSSEHGIVIYARSLLNDIELSMSVLCTSPYMAKMSELALQISSGNVDGLRKFVDLLLSPERVTSKE
LEKSGLLNAMVQFLLPLDDSDALRIRAFWEVFGFDMLEMGDLDSEVVTEEEKLARNLCSRANNAFFIFVRLLQNIISTSE
ALPVPNKSKFVGKQGLKQLFIPHRIFFGPLHNLSEAATPDQPAGGLQSEQKSCSGALQAKRVINVLVEPLTPISELQLHV
LRTFPVVDAKYEAYCQQLVGSIILDRPMKCVEPEIPYRRAIVENYRKLVPSEIGVHRVRYIGANPDVEEVCEMILAVRDY
KVTTERADDETMRRGRELWDAKMTSTDRADGDERICSIMITYPHEAIPLEIFVDSVMGAILKALRQADPGQAPFGKQVGE
EYDFPSRGFPEGQPEFQELFTNGLREEPFQAPVARGQTRREADTLLARLNGICEAFLKEEEGKNYMPRIEKSATLNIGRR
IHSANSRSEGTIGTIIGCESSSERYSLVYDDGVVVHNVPRNEIKDLIRPKVENPFQSGIFAAGRNLTFAIQRLSNLTGNF
EEDEGPEPSALTRKFESFIRKGDDAIPNRYDFTEKQDGALKHSCSIKQCPWDPLLSDAQDPPTIEISFSVNPRELGIFDT
ITHWHPITLSSQRRTLYAISNNGTTARKDSKDSFVDTLRTSTGLSSGIHRFRVRIDEAAGDDLCNHMGFIAGDEYHGSAL
NSNDSCCLELNDGKLNVNGRLAGANISRKAVEGDVVILQVDFGKEEFSAGIEGEGLATIRWSCPKRPVYLAVSFRRIGWT
VTLLNAEDSGEEKKNFSLAQESLTRLDCGTPTYVGMQRVLQSFKSSLCMSDEKSELLSAQYQEVFDQLPYRLVFDLDVRF
SSTEPRKVYCSPTKERPAAVLDSRGSNADDKSFWQSLERKLWKLQFDQPCLKAIELLSIVWYSSFGEGFVPLVWSEVFIN
KQLTYKLSAVLEDLLPVTCGGIPSWCSLLPQICPFLFSFQTREHLLKCTAFGTSQTIYELQEQRIDPGLRKRLREAEHAI
GHVTEMSGERAQRVYDRLMHAQEAIERQRIGKLKSDIARVRRGDCILGQAQELMADHAGVTRKLEVQFADEHGFGWGVTQ
GFYTAVAMEMQRADDNVEIWRVSSLENATGGPYLQVGSEGLFPRPLHPQDPEKPKICARMKFLGRLMAKAFRDGFLVPLP
LSPAFFAAFRGQKLGSKDLPSPSATGGIAKSMTRLLNRLEIIGKSNLPPQDKSQRIASLVHSPCTLLLPEYVGPALSVDE
YLRAIDGEWPAFVDPAGFVKDPQTQEAVELCPNGSNIRLEADEVSVRKWVEAIVDLWLNVGVKEQLSAFREGVEEVFSSR
SLLQFSPIELQRMLCGHQLVVWTAYISEDWLLGGNVRAEDERRALEENLQPIGRLTRESKVEEQVFKMLVDELISMDNSS
RSKFLDLVTANPRLPPGGLPQAGIKLALRTGSRTVWAQTCAKTMYLPEYDSSEDLRAGLEEAFANAALGGFHEKNLGL* 
>Gthe_92713                                                                     
MIDMYVDGGYDNPNWPSELDEQLVEFLNEKASERRKHPRNIRSSSIVGDSEAHIILADENNGTNGPESAPQPSPVETMEE
EFVPASSSPQVEAAEPAEAGVEAREPEEPEVQRAVQVRGEAEAMPHASENVSDDGSEYGEKEMRDYVRFQRSQSNSLGGI
RSVSAVRARFVVLKKLESLVAVSLPLVDLRTAYDPDSAAGRLVRIKGRLFEATKTHLWDAAIRLTQDRREEIPSVTLYRG
AAAQHRKKSGLQDTKGTVFGQLFAALEDLPLLRAKSKGKGMMAWQVSFVGEGGDDYGGLFRESIRELAADLQSPATPLFI
PSPNGRFNIGFHRDTFVPNPTCTSAVPMRQYTFIGKIMGAGIRTNNPLGLDFPPLIWRRFLQEPVSVQDLSGVDERFVRA



IEAIRTHPCADTWTELGFSPVAAVVGGSAANNSTLEDSSFNYVGLVWTVRSISGKVFELVKGGSTRPVLYSEREQYAKEA
TSFRLQEFDKAIDAMREGLGQNVPLLMLPLLTYRELMVRVCGEVTVDLDILKSIVKNKLDASDAETVMGWIWSTLEEFSN
EERKQFLGFVWGRERLPRDTSGLQLEVRTQASHGDGHLPSSHTCFNALDIPRYSSMQVLRDKLRYAIAHCKAIDTDFAAR
GTIGEEVDEDEELITSDSAIPEEHLEENDSTSETVEPSSEAEQCRVS*                                
>Gthe_157384                                                                    
MPRRQRLIEEEKKSQQWPTSLVKIRRQRIVEDGFNKLGVLREELKGVVKVLFVNESGLDESGIDMGGLYKEFLTHFIERA
FHPDYGLFKYSAERQLFPNPHSHMMIHSHLDYFAFLGRMLGRAMYDGIQMDLSSCGFFLSKLLGKHNYLDELPSLDPALH
KNLMYLKNYEGDVRDLSLDFTVTIDEMGGGEVEELVPGGSNIEVTSSNKVQYIHLVADYRLNKQIKRQCEAFLRGFQDVI
RVEWIRFFNPVELQVLISGEDDGGFDVENLKAHTVYSGGYTSLDSTCRRFWKVVAQFSSKEKSALLKFVTSCPRPPLLGF
ASLQPPFTIHRVHSDKGFWDYMTGKSEDRLPTSSTCMNLLKLPLYPSSSNLRDKLLYAITANAGFELS*           
>Gthe_67610                                                                     
FVGEEGSDFGGVRREWYHLITLELVKPEYGLFEFSDESYLYQLASHIDSKLLDFFSFAGKILAKCIVDQQICSVQFTTAV
YKKLLLLPFTVEDLESVDRELYHSLEWVLECNADEEDLAMYMCVDTTDVDGNYITIDLVEGGRDIPVTEANKHQFVQKMI
NWRLVDRVAVQTDAFVAGFHSVLPLEYLQPFSAGDLELLLCGSTEIDIEDWKVNTLYKSGYSSESDIVGWFWELVRKMDN
VERMRLLQFVTGTTAIPSRGFAHLQGSDGERRFSIMRVVDTRRLPQAHTCFNELVLPEYATQDEFEAKLLKAMEHVNDGI
LLR*                                                                            
>Gthe_136968                                                                    
MPTLPWLQDVAFAFAMASHDRLGKDSTASAVAGDHDLVFSIMCYAFPADRWSLRARLEWVREQNMARYKHLFCPKMELFV
DRMRPARAADQILECQSLHFAVPGNIDIATTVATGALSCRPSCACQAPRGSQSAEEQNSFVLVSSNTEEAPPRCESQGHG
SEESRCWERLDGASWIAQSLAGDETASSNQDTPTAGTNDTACILGKLIGFSIINQIPLGIRLDIKLCKLLAGEVKRTVSL
GEDNVADSNEIQQVVQGFPVIDIDSLRSSTHYFVFSDSEPIMEWFWRLLNSLNARARRFMLSWTLATDLSLTWLGYIDKQ
HYESARKAFEAELPQKLFAMGLQGRTSCCSGNDLSQLDWRTRSCNYEIFDSAPWVKRKKCRSFYGRKLLTPPFYIACQIF
GNNLGRNATYCELLMPMFSNKDAVRKALMDLLPPDRTIEKPRNDLPVSVTQSCFYLCNYPLNSFKRFLPDRVELFMSLSV
ARIHPYPLMSDVSLIDAKVVIELKGSHKSTCEMSYLTASGCPSGKWYCPTDGNTYSSPSACSGVSATCTSFMYGFNTYQS
SNGGDTGILCACVSIFAVVRGLKLLELLYCVYLMLKPRSTIRNTRPAQQACDILIQLACLLLSLMSAFPYACKADSTDEF
IVTVLILVQSGMEWGLGMGFRADYSLNFNSYRHSVLTSFDCCVGVYMWQMYCLCLLADVVAASVLMASNSNPIGFVLAFA
FTAGIVMKWYSAADHLRLPYEFRPYPYHAPPPANADLRIPTALPYNTSSSTVYTSNASAPPLPRMPDAEDAEEVMVSR* 
>Gthe_106160                                                                    
MLISREVVNPAYALFTPVGKNRTFQVNSASKHQSHHLDYFRFIGRVWGKAIFDGFLVESNFASTIYKYLLERDIGFDDMS
RVDPVYHSSLQWFLDNDIEAADLDLYFVIEEEEFGSIVQVPLKENGESIRVTNDNKHEYLELLCDRRLVKSVQPQLDSLK
AGFYDIMPQDVLLKFTEDELELLLCGMPTIDIADWKENCEYKAGYTADHEVMLWFWELVESWDEEMRAKLLQFVTGTSRV
PTGGFSGTLQGLYGATGPKRFQIIRVYDTTRLPQANTCFNELLLPPYDSKERLASCLAISLYDGGDVFGLRFVGFTVTTK
TLE*                                                                            
>Gthe_107169                                                                    
MPNPQELCDSEQAELSGRKVAGGRWGSSERFKAKKQNAEVGPGHYQPDVSKVVRRTPGARICPPTRKNLAAHLNEFQKLL
EKSEVGPGKYSPQYFATSEWVSTHAPCIPQPRIASTARVIQTHDCEALYCKSQRSGYALSEKSFSDRKSVGCLKWMPDYF
PERPVQHTPGPGSYDPLFQFVSERIPGSSWQRSSLSSNGKLSQAILSHANDIVPGPGSYDVKTDLLFRRSSSALFVSSRQ
LETSEDESWGDKLILQPNFSLVHPRIRCSVTYREPSVLSLASTERAASTSSVSSLDSSCLSILSTKRRSLSYSFCKGVGS
RNQSRNYKTIGPSDYMPNYKFVSRRTATCVIARAHRGLLEKEQQRELYGDVLYIDPETSYKTTVKTQPRIVFSRHKKPSF
LSHQTSYLGPNDSGVLVGKLAEYTPSIDMSRTSARASASKDEDARLGPGYYYVDDTLTARRVPAAFISPPAPEDEVEEDR
EGDRLVLETSAADEMTRRRVVMMVDIGRQMGREEATRRDRAPEALDYNPEVPRDIRGFSMATQSSRKENDPRRGGKSLAQ
QGWEYLRVRHDIAGFDKQEGRPEAVAGQHLSSYLGPNDSGVVVGKLAEYTPSIDMSRTSARASASKDEDARLGPGYYYVD
DTLTARRVPAAFISPPAPEDEVEEDREGDRLVLETSAADEMTRRRVVMMVDIGRQMGREEATRRDRAPEALDYNPEVPRD
IRGFSMATQSSRKENDQGGEGSHLLNKYQASYSLVENSGRAYSIGKSKRTSEDGGEEEDRGGDVLILDTNKGWEYLRVRH
GIVEFGKLTGRVSEIIESSDPSQDLVDWEGARGVAEKTLGFVDFSRMTARKEPFSATTSAVLGPGAYEIQDHLLFRDCFH
VSFGRQRRFSDDKYEDDEGDRLVLYPERAESLIRPNIPSFTFIFQPSALVSEWASKKIFVRGHDGELFELPSIGSRVRMK
QLSEIFSAWRRPDFYEIKETLTRKSCYQKTLVDIGKASNVRKVDIGMKLQFDDTISTSLPIVKQIHKGGLLDKAGSIQKG
DKIVKIVGKDGRTMDLHRWAMKSRNKGASRKLPADTSNQVNHLGPWRECVISSPGTSTRSRTQQHSFFFNVQTKEKLWSF
DVWSRKDEVVRNIMQEIEELQFPITIHFRRHQSHCTLQVLVENFQDFLYGAYDPKYDLVERDLRSVSDFVTANGRESSLE
AKARMRLFQKNMTLSALKTLPTHLAAPPSEATNRDFTSQKLALRDKHERMFRSLREKHKQEAEEIDGEEAESLKLRHSQE
RKSLRKKIRREEEALERSLQEQQLISLDKSEIEREVSKIVLQQHLELDAGARLRETERQRRVRFAPENEALLHTAAYSQA
APAGKKWIQKGKSHTCPDVRGLTDQEVQDWKLHTEYRGFSGSDDLVKWFWQLMESWSPRRRAETLQLATGTAAAPRGGFG
CLFGHDIKHSDRPIPFSIRRIAERGDKKQKQLRSFPPLNRLYLPEYRSKQELAEGLKKAIGEMMNLHIKSRAEAPAVSSA
TLQNDITCRQVPAAANHIFVLN*                                                         
>Gthe_86719                                                                     
MEGMYEFVGRFIGYSLWRGIRIDAVFIPLMFRMMKDSESRATFEDLKDVDFNLYSNLQTMLNCEPSLVEETFCQSFCIDT
EFLGMRKTYDLCPDGASIPVTGDNVLSFLDLYVQHVLYIFSRRAIDSFLVGFHSLIPEKKLQDFSPQELEAVLCGQPTIS
DEDVEELRVASHCSLDENGAPHKQVLWFWSILARFSQEERSLVLQFVTGNERPPLTGFQALEHPFTVQLGSHMKPTDLPE
AHVCFNQLVLPPAGSEEILREKLRIAVREGREGFELY*                                          
>Gthe_71210                                                                     
MSALCTDLQSPQLPLFIKCANAVSGIGDNRDKFVPRPSASSPELLDMFFFIGQLMGVAMRTQNLLSLDFPSLVWKSLIGI
ELDEEDLKATDYSCWSSLQFRDEDGQAIGANKFEELFQYTFMTVLTDGKCVPLFEGGEETRVTFERRHEYAELVKQARLR



ESKEQLSKMRDGLCSIVPSSMLCLMTHEELERRVCGIPEIDIATLKRHTRYRGSFSADSPHIQMFWEVLEGFSQEDRRLF
IRFAWGRERLPLESDYSEHSSMKLFPSDRGDGDSVLPEAETCFFIVKLPKYRTKELMKENLLAAITACREINY*      
>Gthe_71756                                                                     
VELEDLKEVDKEVHSNLKWIVNNPVKDLNLTFEHCMESNGKVHEIPLKPGGQAMYVNETNKNEFVSLVVSCRTTRAVRQQ
LRAMREGFNSCIPSNVYEAITVEDLSTIISGTCEVDVDDWRKHTELVGWKASDNVVKWFFEMLEQASNEFRCCVLKFSCA
LSRPPAGGFRRMPNKFRICKTELPLPRLPTAHTCFAEIVLPEYQTRDDLIQAFQRVVVEGMDNFGIS*            
>Gthe_87407                                                                     
MDPDHVDISFEAKHGALLQETPFALPFHLRVRILRYLISLDRQDYIDAPASWHNAQIRRSHVVEDGYDKLNNLGHNLKRT
VQISFVNQEGLQEAGIDGGGLFKEFVNTISLQAFNPSYGLFCTTGQNLLFPNPQSFNVNPWAGSVDDLSLFEFFGRIVGK
AIYDGILIELRLAPFFLRKMLGKEMFFDDLESLDPELHKNLLHLKNYDGDFEMLSLNFEVVEDHFGQARTTELVEGGRDI
AVTADNVLQYKNLMLDYWLNKRIARQSLAFMKGISDLIRPKWIRMFSPDELQMLISGSVSPVDLEDLRANCVYGGGYNAE
HESIKIFWDVLSTFDSKQREDLLMFVTSCSRPPLLGFKELHPSFCIQKTSHSAEEANSRLPTASTCMNLLKLPAYSDPKA
CRERLLYAISAGAGFELS*                                                             
>Gthe_74362                                                                     
ALVEGFYSIIPEELLEPFDENELELMLCGTPEVSVEDLKRNTQYPRMTNPLGVPVIQWFWQCVENMSNEDRARLLQFVTG
SSQVPSGGFQTLEPKFNVQLNFAPPSHLPVSHTCFNTIELPDYRSFEQLQDRLALALKEGAEGFGEA*            
>Gthe_76204                                                                     
MRLVIHQTKDPHLVPSISLNRGICTADKRKRELTVFWQVFNAVESKKATLRSVEKRGSGNQAWITTFEGEGGSDHGGLFR
ESVREICAELQSINGSLKLFVPCPNQRMCIGENQDKWIPNIFATSALHLSMFRFVGSLMGMAIRTNSLLELDLASLVWKR
LVGELANLSDIFRMDEAFRAHYQLGRDVDEQDLSSCASERDWIAKGITWTYRSSMGRHLVLIPGGGDTDVQWQDKDKYLA
EVVRHRLSEFELQVNAVKEGLHSVVPPVVFSLFTWRELEAKVCGTSEINVEALRKITDHNLPEKERNPVAVMFWKVVEKM
TNSDRADLLAFAWGRRRLPPNNSNLRLKIELLSGRGDESLPEAHTCFFAIDLPKYSSEEVMHSKLLYAIRNCSAIDND  
>Gthe_114449                                                                    
MAHASAALVMAPPPRGRMEEHPPLLDVDYDPPLSPVEEPAGVVLPDEGQPGDLDSTDHDTHVTWHSALWLLLTRIGLALA
LQTSVQVISNEIWIAEVALMQLQTATCDWFHKEDVECLTINASDECDRASNANTLEDCEITLSNVIDRFTATFPAYPPTP
EELEFIAAKNDVWNRALRPVLSLCLSQLVHIHCPRAFMVVPLITHPLRVVSIRLVHSDLARETPSKLWDLLILSFKGKDG
SNLFSGLLPRFFSFLIMERIRKMRIEERIRRFFRSLRQRRHRGFYAEQLERLVAGLVNVLVGTSLSYPLCVIERRMSVEK
NSPHPLSLFQFFRYVGRQIRGEGLGSLYKGMSAAMLIAIPKFCLRYTSRLNKEIMMSWFGIRWGWIPVLPATIFSAINAG
RARLSFPSSLAVVACSVAAQCHQLLVDHGKFLNRQRLLRNSGDRARALRLPLVRFRSDDVRRTWFRMAYGSDTPDQNQIV
TEDGTFDSVDEVTDNPMTRERDEDVNDISNQLTTSLSDYYNGPEHADHSPNFINKMQAMRTMYLRTRNFADHNPLSLVVD
PNNVLASTFLLLEAIPAEVLVNRPIFVRLEGQDGADWGGVRRSWIARVAQELFDPRFGLVLAVFGNGGEATGKLIINPAP
GLLSYSDGSHEAEHDSTWNDRYYKFMGRLMALALISGDVLGVNMDSAFYKFLMIRDNLKVIAFAPTQMNSSAECEFIANR
YKLRHIMVLKLIRHHLAHSTPEGNALRRIIRNIFDSKLSCHESAEFIFCVLHGKEKLWADKRLHSFPFLNESESFDVMRC
EDTRKQLTTILLSILYNKLKQRRRHERGWVLEGMPHRKDFLEMFFSKGEAYLPKCAIIFKPKNLTDFDDSSDISKLVSHS
KKYEVYNTEYLAQIGSLISLTKKWQIPYSVVQSSHFCFCSLLRRKAPESDWEQDTVEVELDVEIENKFATTQSKSQTETE
EVDKQKSDDIKLDQSTGWSEIDCCEANSSLQAENFEPCDLVLEGSNATMIRQDAAHLRAHEVPGVLVVDEGRSFHINPDE
TRWDLLSQRRHSSHLGVDDGKCRYGCSSSLADSCPFPDVVRDVYQFVDSVRWSDVEQPGLEDLLQSNPAEYFKLAKLLSL
GREDLQRWVDEGQMRFVTTSKEARVAPLLGVPMSSLSQVESEVLGGFGADELVAAETLKDYVDLVCHKEMVEDVTEQMAK
IRQGFHELAPPSILGKFLNPLGESRRCCSRPDVLRDLEKCIAGEAHIDVDDWMANSTTKGFDREAPQPSWFWEFVEESNQ
SWRRKLLSWTTGMVRPPPGGFSQMPHVFTIQSDPDLEHRDRLPVAHTCGFQLDLPLYPSKEVLVSKMTLAVEYESDFHLV
*                                                                               
>Gthe_144150                                                                    
MRFCLRSLTLLIVLFHAHGQSSSTPATSCDGNICHQLQTESCTCPNSLSGCSCTIAIGLLQTQNIKLISSNLKVNIKCRG
QNSTSNVYSVSFAGEEFKIDAMRQCDGSCTKMIEAINKDLNIATPQVSTVRVEIKAGSETSVCSKSQNLESTMIVDTVYQ
TQPKSDGVSIKFLVIGMVCWVAIISLPFIAMRFCRNCMVRRYAGTNETVEQVKLVKVLVKEYSANRQLVEIRERKFRLVR
EEEFTEDHRTLMEEYGWNVCSCHEALKCRTAILIAVIDYMRKNAILEKGKQQMRDRNAKTKGYDARKRSPQKELIMQLED
GFLIVNFANPKTEFKCVPELIDVVVDDCPILITLPEEIKYSDGVTGEIQVDENGRVKRWKGSRESHQFKRKVERLLEELE
GLRSAAVECVEEDLLLRLSRSRCFDETVTFFNSVSGIEILRKMRIEFEGEEGTDCGGVRREWVHLISCDMIHPDRKLFSS
SKDYEYDVRPQLESSGDAVVSGWKKVTISSTATREKLLAIGKFLGKCVAMRELLSFTISRRLCENILQHARRPEAAEEAK
LVSVEASQPQPVVISQRHPSVSCTEDERLLWNEEKERTGPDAVALIIGDDEGQRQSSPSNLESSSEIESGEERTGEESFA
LYEQGGKGLTRQSSWISFDIWEEESWSSQKGEDDEEAKYEDGEGDGDGQEEGGEEAGAGAGAGAGAGAGAGAGAGAEGDL
KSSASMDIDESVLLGLDSEVRSSLRWLLTTRLEEASESDFTFSYGDVNAEGKVVTVELRPNGSDVAVTEKNKLEYVRSLA
QWVKQGRWAAEVELIAEGFLSVIPRQFLVHFSPLDLQILLSGSKLLDLEDWRFGSGMSSTKCQRSLVSTYFASLQGLLLS
LVEVSRTCKDRMDFEDFQCSDRQASSSCRM*                                                 
>Gthe_155248                                                                    
MQPLFEAFLVVKAPDSVKNASSSKNAGKSSSSMDVDKAAEGECSPGRNPSALNVKEFVSFAEQHRHTLNMYIRQDKSLLH
SIAFAPLVRYPKLLDFDNKKHFFRSELKKRNVSQRYNSIRINVRRDYVFEDSFHQIVLRKPDELKGRLTVTFNGEEGVDA
GGLTREWYLILSKQMLNPDKALFIHSANGLTYQPNPASTIQPDHLKYFKFAGQIVGKAIWDEQLLDSHFTLSMYKHMLNQ
PIEYTDVESIDPEYFRNLGWMLNNDITDILEETFSIVREQFGEMLTIDLKPNGRNVPVTEENKHEYVQLVAEQQMTKGIK
EQIDAFKEGFHQLMPLTSSPSSLQDLRLNTEYTGYTRESPQIQWFWNIVQTLSQEDLARLLQFVTGTSQVPMDGFKALRG
MNGPQKFNIHRCGDKKRLPSSHTCFNQLDLPEYSSEEELSKYLLSAVREGFEGFGFS*                      
>Gthe_155374                                                                    



MLSVFSPEEMQQKLWSDLQWDEIKLEKIVRPGPMWPEDKEQINWLRKEMLAMDMPQRRAFIKFVTASVCMPPEENPIIVH
PQVTSRKDMEDWDRKLPTCRTCANYLYLPPYSSHLILQERLGKAIWEEHIAFD*                          
>Gthe_46418                                                                     
FCIIRLRRSHLLQDALDELCRQRKSDLFKPLKVVFIGEEGVDEGGLKKEFFALIVQQLFDPSFGMFLQQEETRVLWFNPS
SLESSQEFMLVGLLLGLAVYNHVLLDLQLPLVLWKKLLSLPLNHQDVADLSPETSRGLLALLEYSGPGDVQDVFCLTFQA
AIESFGERRVVELKEGGGDVEVTNSNRREYVQRYVEYLLSSSVSSQFEPFKEGFLFMFEQEGILKLLSPRELEVLVCGSP
NLDFKGLEEAATYAGGYSASSQAVEWFWQIVREWDLEHKKLLLKFVTGSDKSPIGG                        
>Gthe_90563                                                                     
MEDLLPNASGRARMKELLSYLKDHGNDVKQMEALTEICEVLSMGQEDILIGFNVDSFLPVLVELLNAEHNPEIMLLSCRA
ITHMLEVLPKSAAKVVTSGAVPIFCQRLLNIEFIDVAEQSLLAIHKLSIEHPEPIMKANGLSAVLTFIDFFDINTQRTAV
MTAANICRNMSGDSFVYVSDMLQNLTFLLSNSDQKIVESSCICFSRLVDSFAKSSVQLEQISSYGALLRLLSLLRPGDRE
SRGLTTGTYTLVVKTLAICCRGSSSIAISLLKENIVQTVFHIIRKEDEKLGGNALITAVAVHRPMEQLLHTLMLANEVLP
PLRTDDRVTQFVRDISHGTDMTQDLYGVEGSLSQLNNFVELNPGVLVEYSELLYPILVDISVTIVNDAMRITCLSAVAKL
LASLQRDELYKVVNGSQLLGYISGFIATGRPAIAGLALIVAEMLLEKLPEKLAPHFAREGVVHEVNRLCSKELAVPDTAM
DALLDHARHFQATQLHTGSAAAACASSDMQLAKASQVAKRLDAGEIEVLKDLRDLFSCARETPSCYQILTSGLASSLLLW
LQQRVPGRLVAFVKTFCMKNSEDEDAPLQLLVSKFNESLSLAESFPIIMSDATGDITAGIKLLAQPLKIRLVRDAGESGI
ADYGNNVVLIEPLATIKAVHDFLWPKVSQGSEEAEHSSPAMGAAGFDDRSEERRLLDHEDEIDEDEDEDEDEPPADITRP
TPARPNQQGGEVAANGDKVQALSFFTNGRQTSEFVNVKLSWKLMRQLQDPLMLCTSSLPSWCSDLVRSCSLKMLVLTCTA
FGISRALHSLQQRVQGSSSSDRPSELTRRVKVRISRIQREKIRVSRARVLPSAMRALELYASHRSILEVEYFGEAGTGLG
PTLEFFTLVAQALQNSKLGLWRDSSSTREREGEEPLPSPDDVSKTPEAEEGVDEVSQAQQVHTYVVAPYGLFPAPLQPAN
ESATLPCFLFLGRLMGKALLDQRNLDLPLSPAFFKKMVGQELTFQDLALIDPKLYQTLMKMKEAIKQRETNPSSEMTIDA
CRIEDLCLDMTCPGYPDVLLHPEGNNVSVTDANLHEYVEAVVQKVMGEGVEKQFEQFKKGFDEVFPMRHLRVFSPEELEL
HVRGDQERWDAETLRASIQPDHGYSEASLPVLWLINVMSTMDKSERRLLMRPTLPAGGLRRLTPRLTVVRKEAEAPLTAD
DYLPSVMTCANYLKLPEYSSEEVLRKQLFTAMREGQLCFLLS*                                     
>Gthe_148230                                                                    
MDKKDDMCRDDNEERGLESSSSPLQGSHAASHNGAGAPSASKGGDEHMNGSRERMQVAGSEERSSLHGEAAEGGGGRDAL
PSYTPSPDYDSCRSLIYSYFNQITMGCGTVYCTNRNCFSCPEGPRLDPTSAALLAVKLAQSTTHFLCAGAAVTIPESLQW
TEASSTSAELVPLKKLLQAATSAESNVSTQLELADAIKRCLSSSESASWSFLKNGRPCRANEESSGIDFDAVSEAFAAMA
KCRKPIAMHRQRHGSVGVRGASEQAGAPPAGTGTSNKLEHLRMFVVLLLWPGLMEPEFYNSIFKKVCSSVNQLKQDHRDI
LQRWLEEVEEEAFREIVVAFQQFITIYVNEFRCIDDHVASATKVLKILWGSNQSRTRVSYKEFYNDAINELVDFTEDFAR
WKDTQRCPFSFCDHPFVLDPSTKSKLLQLDANNQMRTQIRSALFRSIFGGNECPYLILKVRRENLIRDTLVQISAQQDGN
ETFLKKPLKVVFKGEEGIDEGGVQKEFFQLIVRQMFDLNYGMFTYDDDSRTFWFSATALENAREFNLIGKVFGLAIYNSV
ILDVHFPMVVYKKLMGFQPCLLDLKDCNPGLARGLQSLLDFDGDVEEWIMRSLE*                         
>Gthe_148240                                                                    
MGQQSALEQIAAHGLIPNIWRLVSSYLSDGNSVSEVESGRVATFGQEMCVQLLHMLAILGNASPMLGLSLLQQQNVGQIL
KSKILTDRNGESSTGTERRRSRVEISIKIAPELLRAIMALTTSLLPNLPPLPPKESVRESKAGSKGGTKKKGSPTSSNAT
KATADESHWATNSQVMQSFGEQMLEAVLSSASVSIDSQLRYDSLAALSTLCYYMPEEKIRELVPQDNICELISMLLASES
NGMRFFALVLIHNLISKCQDVYMPLLCREGIVFTVHKLMKENRSKNNSLGSSKDDKISSSPGNPILERTNIPGISRAPCP
RDSKNEAKYGPMLTFVCTKYFPKTDDKEDACGGLTPLVSKLKELGSSLLEAAGKEDEQSAYQYLEQILSHFDDSATVSTF
EMRCSGICETILNYLTSKGGDGNEQSERARSSAESDRSRSRSRNAPRGEPKKEKSINPSKEILEARRQKFFSIVMNTKSG
TDGHVTCPAKVLIHKLVAALNNTDGFWLDPAVISSESEASGVRQPRMMMQALRLKFQRSARGASSLKDYANPVVIDPSAS
VSAIHDFLWPKVRSRNSDGMLVSSRFLGLDAGETVRASASTRRSLDDESQSEAVSRQSAQASESASASATRASRTRRDVA
KSSNPAPRARESNSSRASRETASTSRGDESLQYLQSYFAGSNSTDLGLESSMNAMSDGEGEGDAEGDEMELENVVRATLF
GEEGMDDEDVFEGEMEEDILLDDSMEDPVEENQMEVLDIHVSNSSNPQPNQSSAAVDQSRESQSASRSSRSGRTNSQRQT
ESVSSREPPASHSSEPPAAADLEAASRLNVNNRPGGATSGPFLRLAVGGIELANHDMSILEAVLQSLSTSKSQTSLQEVQ
ISLWNRIHVIEYALQGNERSRWKSMKQPNSGILGLDVTQQSTLVTSRAWSLLDTSISANRFSDDKGIPETTKAMLRLITM
LFTINSDLPLTDPRRVKPNEMIVGNLSFKASLMVRDPLLPYIHKVPQWIKVLLVDYPFLLGHDVRQTYFDHEAFGVLSVL
RSLSRHDGRERHPGQSRPRQKVRVGRKHILESAKRVMEVFNQHNIPQGSSLEIEFSGEVGTGKGPTQEFFTYFCREVQLR
SLGLWWDSTNSDATHFCPANGLFPAPLNPLASEADRTKKLEAFEVIGWICAKAIHDGRLLDLPISGPFSRVLLGHPLEEG
DLKLLAPEIYENWKRFKAIADEKKRIESDNSLTAEDKAARIKALTVDGAALEDLSIVFTVPGYDMPLKTNGENEVVSLEN
VEEYVRLLPQIILVDGVQPLFDSFRKGFSRVFKVEFLQVFCVDELREGLLDWNPDTLLHVFKFEHGYKTTSPAARQLVEV
LAELPLESKRKFLSFCTGCPRLPVGGFAALKPPLTVVKKELPQDAAQNMLDQQLPSVMTCANYLKLPEYSSPRQATFSLC
ASLTASYSIMKERLCVAFQEANGSFHLS*                                                   
>Gthe_121825                                                                    
MDAFGIDSTAEDSQTLVVLREFPHVIPLKERVQIFQRLIEEEKKSQQWPTSLVKIRRQRIVEDGFNKLGVLREELKGVVK
VLFVNESGLDESGIDMGGLYKEFLTHFIERAFHPDYGLFKYSAERQLFPNPHSHMMVHSHLDYFAFLGRMLGKAMYDGIQ
MDLSFCGFFLSKLLGKHNYLDELPSLDPALHKNLMYLKNYEGDVRDLSLDFTVTTDEMGGGEVEELVPGGSNIEVTSSNK
IQYIHLVADYRLNKQIKRQCEAFLRGFQDVIRVEWIRFFNPVELQVLISGEDDGGFDVEDLKAHTVYSGGYTSLDSTCRR
FWKVVAQFSSKEKSALLKFVTSCPRPPLLGFASLQPPFTIHRVHSDKGFWDYMTGKSEDRLPTSSTCMNLLKLPPYPSSS
NLRDKLLYAITANAGFELS*                                                            
>Ngru_XP_002681732                                                              
MSEQNSDQTFTSTGGLTLENIIQNYGNQFVRGGNLPPERMEEILQGLKDYCDPTKQFDAVSDLCNIVSISNEQALSRMGV



DRFIPELLNIMANSDDRYDLMVFAARTLLNMIDIYPASCSFVSSNGGISIISSKVLVIEYIDLAEISLQIIEHLSHQYGA
ALLKEGVLMASLTYIDFFGVDMQKKILRIAANLSKNIGKADFELVCDILPNISRFLTASDPLMVENAIVSLTRITHPFLK
ESEKLSKLINSCSLIDQAIDIISNEKTSKNSLNLILKMLKSVSSNNEIAKEIYSKGLINLIPGLLLHERGLHECFLDIMY
FILALLPKMPRNEELVCQLSHSNRKKLMVKMTGVKPPNDQSLPETDTVQDSQIESLLEKEPILLQTATDVLLEPLINLLS
SSQNDSVNNLVLQIIGTVVYHSSATMLTETLKNIPFSTFLASLLSSDDICKVTTALQICEMLSKKLPDIFDLYFLREGVT
YRIKNISGMDEKSKEELMLEKMKKNTIAAYEKAEKERKEKEENQKKQAIEKNERIKNRENQPPQEVKEGETPQEEEKYED
PEKISVAWVHPHVEYPKIPKTSRLYTERSKKASFKNNELAVYAVTKAQLFYKDYITRTKDMKMESSGFIALQAIGKQLLT
CKSEEEKLLTELRDLLIIDDSATYFEIINSNIIPTLIEYLSADTHDRKSRVYRFAQIFDQSIPAGKEKSRKSKNFSQSND
LEISLSVSNANDNPTYLSEFVRKLIDVFNSVENLNVNYSESITLLTGVGSVLRKFLKYFKLSMTNDENKKVVLLQANSLC
KVRDVINYLQDNYSDEKEQSTEAQTIQIPDFSYFHINERDDDDEFIGNIGNIEVETPKSDEDTSYLLEDKAVMEDDKPSK
QYSIILNGEVLNPNMTLFEVFYRKGTHNHPSGLNLGDTTQNLSFKISDLTEEVKDATMSEPNELLQSKEDVLLTHIFSHT
SDKDTLIKEGIDKDAIDILELLKIMNFISKLAIVLPHTGGMKRVLLSSKIFLNPKLASKIVRSIQDPYYLFGNCFPHWLK
LLIEDYGFLFTFDVRQLYFDLTTKGIARAILTIQNRYFKSRDRKARLIQIGKQKIKLSRSPNILQSAYKGLINLDTDRIV
EFIFENEIGTGLGPTVECYNLVSRALQQSGLTIFRDEFVGEQKEADKFDRLVETKTGLYPRLKRLVDGKLPEKDAELYYF
IGTFLGRAIYDGRVLDIPFSDALLKLLRGEKLTFYDIETIDPILYQQFCKLQKMCQKVNEIKSKSLSDQETAAHLLEITF
GDDGKTRLEDLCLSFTVMGTDIELVEGGSDREVTLQNLEEYLRLVTNTILHDGIIQQVEMIRNGFNSVMGHNSIASLKCF
SIKELSDIFVGADEEWTEQLLVEATKCDHGYTHSSRVIKTFFKILLQMTPSEKRDFLRFVTGAPRLPSGGIMSLRPKLTI
VLKKADAGKTSDMYLPSVMTCTNYLKLPEYSSETIMKEQLYKAIQEGQNAFHLS                          
>Ngru_XP_002680426                                                              
MYNSNTTNVRPISSSMGPPPLSANSASRRTIAATTGPPPFNPNNRVPTAVVTTPMPMVNGGQPPNPFFRPPYPNNPPIPN
GMIPNNMGGYMPQPMWSPNVPVTSPSMRNQPPVQNNFMPVNNNNTSMTLSTPSSSASRNRSVSIGSAPVPTGDPNEAKLF
DELLTTFYSDPVRIDEISRMDLFCIRSALPKTTFEEIDIFSSYFGHGSSVDASSFGANLLLNDDNNNNNNTTLDYNNGQN
SVISSLRHAIRKLYLEAFRDDDKFSASLLSYHLLLYKRLKILEKVQEFQHGKMNSTQSLKVQFEQLPSNNALSIAVDHNI
DKPSTSVIATCALSSVPVNTTEMTQVAEHQYQPLKREDLDTFTKNLIKAMQKSDVKKGIFAKLRKSKSESIYKIITKYAY
PLCLPLEILDIESLNPVKQYLVEYSLDKENGLKRRTKSIHSMLLLALSTGSLLDMLQVLQCLLSLSENPDDPLIDAETED
EGSFVMRAETLKPLQQFQYLIKMHLDQLEKDSSHTPGKNNDLPTYLLPQHIWNDPNYSLISFSSNGVSLNFNWKKPYLTA
KRLFLFLLNQIDMLATHYLYCESYSTINSQGDLVIELGDSKNINSLLNHREKFLKNKISANIKFSIELGSPRTFSSLLDI
IDSMLQIQNTSNSELNGVKNYSIAALFRILHLNVKALSLWKKGRENVNQLVQHRMSSSTGYSNVNFIESMKGYFLGFLKE
IDTDLETNQDGLKSFETIHEAKPSSQSRSKDPNIKEQPKNQQKTTQDQKKDVTTNPFILNLFGSTAKEPVQEEQQTNFDI
EENDDFVVISTTPGHPNNREQPPTPEEVKNVSKYRSILAALAPQTFMSKFISEKMLDILVTGFSIFYPSPEEQRFFLEDS
ISILSNGGKSNSTSLLSSSTEVPLRRNFLKKLLERLVNDFTLFEKLIANGIGMSDVSVVIPFTEKLLEFIKRQEQFKMAE
VLSKLSKFTPEKDIKPNDIYMHEDLEIIANLVKQLMIMWQNFLFHYVHSIFSKSSVSNNNGVVNSILGTNTGKVLFEYSR
LILNQSEEVLNEMCKISAEIIEVKSKVDKSSVDEVNSLLTIGICEGILQKGATGWLCFPLLLNFAKFLWKGSILSNSKSA
AGNVVIESQLEKLTQFLYPPVVNLLRMIDLLCQFCDVQEFKSEAERLLIDWTIVETEHPYDGNVTDWKEVNFIDPNNNII
NVGIKFDPRCITSGPEDHLRINSLQKIANLQALQFSGHGTTIPVNPLLTWGAGMSCSFKSGNFALNSSEGGKQGSMWGMR
CLVVPVRSFSAPPLFMYEFSKLLGHIGGRCSTYLLSTYPYSSDEDKYVEWLESKIFANGIKGEIGQPTEQNTEKQSNNNN
NGLLLLRMEEDFSKNSMMYQQAKTIAPGKFGSNPYDLIEKVDVDSSSSDVLDVADKFLLEMIEPTSNTSAPINYCNYMYQ
RILNKESFTQMMQQVPDVVSAERAVIAAVLKHTGLDSLARKVSDAVAESPFLLSENVDKDSYEKSMSLLDIMFKNGDYEK
LKLMWRKVGRTLREWMIKTKQQKQLSYRDMRDFIVQKCKFLISLESAFMSTVPLDARDIGTTEKSSLFKKVQSPRAVEKS
SLFSQQLTHNFVFNRFKKGNIGGFTNILPSDDFVGDISSQIVKFIQSDIIPVRIQNLMRMRSERALNRATSLQMFSELLQ
STQFASVKAEIVHGIKAVRQNRSMKKIDSPNFHYFNNVEGSGPMYSDILSSSLSDFLKQLFYPLDSCISTSSQEEKEKQL
RVLVQSGLLREILDICLISFKHNDIKWIMQFDFLEKLSYLMYNTISTPEQNTDKFKRRDGFTEEQKEINKKSWKIFRLLS
IRCVEMLEENAITDPVVESQLNDLRDTVFNLLFKDLKRVIGDMNSEISSEVLEEMLSLMVSLSNTPSAQSCLSSERFQQL
LLPLLRLESYPKVQELSLKLCGQLITSYGELSTDNNYSEGLKELLTILFEFLGAYETKQVTGDASLVNDKDGSGSIGMKM
AKDIFNLIRKLFRDIPVDDHSSAPYFVGVLTSLMDQAINLSTQNIIQSIRKGKTSVLKDIQLVYSTLTVLNGFNCVPQIG
EIVNVDMNGRVEKAKVKEIEETYHLIKIELCDKTVIHREHFVSAENVKVETNQPIEKFDLQKQHVHSLFKFITELGVMVN
GTDLSLDDKILYSNLWMRSLRWLLDAISIQNNYSTIVTETLLGADSDYANMLEKLVGLGEKSTIYQTLANETNKSLITYG
KDLKLDSCSFTFTGKKFHKQYYYSCQTCSMNTNQAVCAFCARTCHRGHRLGTLEVGDFYCDCGAGEAAAKTHGTSNCKSL
RNASPDPILTTERMESVMLRLQKLMPISSKRNQADTLDLVPNSPNSSTASQNNQPVQKGPSKFVVTNTLVQDGVPYTINN
APGELPLITFNPMRLYSPKHSIIATDFSVPMSWPGFYFEVELVDCGESFAIGFSLPFNPTSAITYKTIFSQTQNMYTWHT
EAGTLYKGNTIVKNSYPTASTKDVIGCGFIREQKTIFFTKNGVNLGPSFQNVDLITLSPIIAMKGKNVQARVNVSMIKPF
QFNLPRNFKLLVPVYYAINNPTSEIVETNQPLGKPSQPVVQNELSVFETRVKELKSVVNGLYTEDDIRRVLTSLNNMEGS
NLNILNFALSILHRNMQPQVQVISKTNAPTQPEAVPVLRLQLVEQMKLMGFTNDKVCLKALQLANDDINLALNYVFEGVV
VEDTPPLIPNMASSSSISIPSSIAPPANPFVDREEFIKKNEKSVNDILLFENSGVPLLGSECNNSDMKQRLLKAMLQNPD
MKINENNFCDSNNLREGDLVVVSPRIVAVADNNSDSGYDLSRNKKTAALSKLRGKLGVVSRKVTYGPYVMVAEEQGAGSI
VTDLVESKNVYTAPHELKGITINDVPAKCLEFYMALSSTYIRTTILKALIKASEMKNFKMDLPKTFSTKKNLMKGLKLTL
IDSYHHLDTDYNFISSYTNNVILEKSVDYDNNYTFANKTLPAIEHFESWKNMEITNSENKASDIFLEIEEEALNDLNAYT
LGLNNYRKYDYRKDMNVLHQQPTPYKQHFIQFYGATSIAIILGEKFELPTTLDCLTFYFDRNGKKVALQIKGGTPVQDRC
LIITTNNYNYFNQTEPFANQAQLYFEFTGPSVRENNGVTFYAAPYTTKLSQRDAFLQPNMLLSSLVLKYSAISRKSRKVD
FTAALYFPIMGRYLLTPFAPFKGIVADALCQLDYSSPVIFNSHIDPMSHTGIRDSIVKSGPAYAHLSLLKRFRVELEDLY
RKYLRYNETSPHALHNFHALTEFMTVVRKYLVSDLCQSMFPSASSSLSNLPTNLANILDKHHMYSCKLDQQHYGRTVERE
TLACTSCTHSVAKQLSMYETKPSSSFAKYFANESTKCQSQVAMEFQIKYDHENSCNVATSIVPIGTTSESVSKLFSKEDN



LLQVNPSDWFEHVSWVDQLTIIREFLETFTSNNGRTFPEWTLFESILEKRKKVCYKESKHPYSVVNDSDKIKIPGAKTLY
ITFDKHSKTHKCDRLLFSTKKAGSDDLGSFGGDELKDKTIVVHGTDSVYYDFTCGGGDHDVKCSGCRSNISGVRYHCVEC
EEYDLCEKCVSKQGRVHSDLHLFLKIRRPVDCMPAMIPSLYTPRWRSTSQFKGNIHVGVKCDNCGVNPIKGIRYWCENCE
NFNLCEKCADTEFKYHDRMHIFLRVVRPLPPKNQMPANALPYGLVYEKDMDSHWGYMFSVSSSIEACPRISQVQNEIDEI
RSLMKIGKDNQPIGEDDVDPVEFDKQLLEYVETYSNGWQSLEWNQLSPKKEELTNLPLLDRVPLNRLRYRFVLLKLFNRR
ISRVINILDFTNTSNIERMNDSRAVTITDMISQQLRDRIFYSVKMDAWQHTIMKSHVTVDPIHLKLNRHLASEMHPTDRQ
RNAFNSLFIQAFNQVKSMHPKILSRKQASWKVTLIGEAADDYGGPFRESLSNMCQELIANDPSVLDLFIPTPNKVSGQGD
NRDKFVPTPKSTSDQHLKWYEFVGMLMGIGILTKNVLPFDYPSLIWKSLVNEKIGWTDLRSFDEEIYNAMKSILELGDVD
DSDYELKSIMEDSFSQTYYGRMLTTMGSDGKEVELVPNGTNIELSYNNRKQYANLIYDYRLTKEFNSQLNAIRKGLFNML
TNRYFSLFSWHELERNVCGIPDVDVEKLKQHTIYEGYTIQSREIKHFWEIMQAFSPEQRSLFLKFVWGRGRMPYNESEAF
SNPMKIQKLDRPNPDIVLPLSHTCFFSIELPSYSTKEIMKEKLLYAIINCKAIDIDFTTSAIEAQNYSIAVRR       
>Ngru_XP_002680098                                                              
MYEDYDEGFGSMSLSSSDFQNLSTDQEKINSLNELCTFLCIGMEDFIQGFDVYGWSSVLIPLLKEKVTSVKSLESQLSEG
SSDVSEIQNGWNQTREIVTLILRALGIVLEMVPRSVPTVLSYHPIESLLELLKQFSKSSKKDEEEHSNSLRATDLFGEFV
NESMLEEILKCFDKISIEEPTALFNTVSSNDNDDHENASGSSEAGFIGILLNCLDSPMFSSRIKQSALKTICNLFRKMRV
KEDFSTFIEQAGALDALIRQINIVTSHSILSNASGDVNSTRQSLQTFKIICDTFAYIIERSRFQKGTLKSKKSKESKSNS
SIIETVASQVANTSMLTQMLEKLSEATDTISHASATISRYIVSTLHLYSDASPKVLNEMVNPNHSGRSLFLSLKKWIDPQ
QQDYVISGNNEKVMESFNLLQDSILYFLSNLFPEVDDSKVIAQYIYGATKYYWEDDYHNLNEYDETANAELEKYYREGHV
DSQFTIYIAGRAYKIDLLELKQYSSTNLMRNIKRDPIPCSFSRDVCMLIGGSTTTSSESAHGKESPTSKTPESPTKKEGF
FTRFFKKQKPNESTPTTPTTPQSVIGSRSKSSSTKPTLTKSKDKFIKLNTFSKLDTENKKLISEYALEELLEPLIALSTN
EFYRKDCLNIICKILNSFVNSHQKSSSKIPTRSVQILAKYAIKTLNQYSHHKMDVDDTSSAGSSEDTDSSPMYLTMSAQE
FSNATRLDSIVITNCLHIIHSLLKLDSGFDSVKKIILREGVISTLTELINSSKDSQSEPIETSISRLIQSNSQAILDNYF
SDKLHYNHTSEEENKLHSICSSLKKNLIDSEIMQELANILNQSTISSYSFEQSNFVTSFTNALISAFDFSVEDLEKYIVR
NRDVLSNLVELLHSLIDKLAQSSFKISDISITEATVKKFASGVVLNIKPTNSTHDWKGSLKAEPLITIKTIENFIASKID
LQGKQIQISIDGNLCDEPSLTLFETVLNEKKLSLCEESVILELFSKEYEISYKFVDKTHKLKEFLKENSHQNTHPTKSPF
NEKLLLWIKQFTADMKSHSQELTNCLILLKVLFELNRKNNNIIDPSNFQNLQVASKFIIQQNKDSYFIGLVLAMISGTLP
SWMYNIATHCGTFLLPLSTRRNFFFKWSGVTLHPSSILQSQCGAVGDSNDTRIGRKKSEKVKIMDREKIVEQTLSQIKPQ
NFSSKSILEFEYENEVGTGLGPTRAFFDLLSRELQKKQHCLWMNQSSDDSDYVKTAYGIFPELVSENSFEHLSGEKQFMY
SLVGSLIGKAIEDGRLLDLECNLNMIDMIISNSPCQLNDYSSINPTLFTSITSIIKYADIKKNIQEGSEEWEKLKSEIDL
LSLDFTFGNYKLKPLEEISSDVTIHNIDEYVTCLTNYLCNEGVMEQINCIRFGLREIISNRGLKLLKSFSSDEISLFIKG
SDEIWKDKQSLLDCIQCSHGYTINSEPILFLMEWLLSLSASEQKLFLQFVTGCSRIPIDGLKITIVEKTGQNPDNTLPTS
NTCFNYLKLPAYTSLQTLKLRMETSIQLGRNTFDLS                                            
>Ngru_XP_002679180                                                              
MQPANRKPIKVKPSKGSSTQQPVIITTSSSNHQQNNSESHSPSPLILSPTTTGTNNYVFENEGEQNEQKTNKKIRAKRTG
GILGNFFDVSKNLNENTLNQMESKMKEIIESRNLFKENNLELCEMIMSADVESKNESISQQEILKIDLINRQMAELESFE
TNLNNFIQSNGSSGITNHLVNAVNTRNAMRNECMNNLNEVTNLLGETLESMKNDIPVERIQKIDEIHSKILLEEDVLSVS
GSGESFNMYEFNRRSKEYFEWVKKSSPKLIIQYKETKAVFKKFLEAMEKELNLMKEVKEEEKKMMDNFEYIITYTPEYLE
AKRQTTAEPSERKTHIKELHSYYLKRKIEMESKTQLPLKPDLESVNLFYNQLNSLKTDLREAKRNHLKLKFEKENHELDG
VSQSILQISTQKVQEASEVVHRIEEKIQLFESNLEKSIKLHPEILIYINSFSKNDDLIPISIKDTKLEVKRSIKDYEILK
IINPRVCKAKFANQISIIKQYSFSDSKSRKEFMKEVQILHKMNHPCIVKIEAYFCENDFVFIQMEHKGDLTLADWLLKSP
SEYEKRNVFHSVAQTLKYVHDFNIIHCDIKPENIIMSPIGSKSIGSVQEIYESYRPILIDFDISVDKNSLQNSLAIRSTL
TYLAPEVVHAASTGADFKSVLNTSIDVWSFGVMMFKAYYPNDEVLLLPNEHSVRIPEHENQYLQDLLSNILQRDAKDRPC
AEDIYSHIYFNSSIMNELVSQKQIVSTEDKMQSFNRFLHHYKKRMQRNTSDVIQIRMRRDAIVGHTLQAFSSMEINDLLL
RLQVQFVGEIGMDLGGITSNMYTEFFRQSIQNDHNIFECGSSSKTGGYLPKADAPVEVCESIGKILIKTIYDQRVIPEVL
SPFIFKFLSHKYSSSDPDYNSLQVTFRDLEQFDESMARSLRMLLTHEGVHEWEISFDGLGQDSNRMVNDQNKHDYVKMKM
RNVLLLSRLEQLKAIRKGFNSLVELQPQLALFSWKELMLLCCGKDYIDVKSVIDLLKFKDFPTNSRTPLFFTQFISSLSS
IQLRQFIEFSTGQCGISYGWQSKALSITVQYSSSSVDSLPVSHICSFILDLPDYNNYQLLETKIKQAFEFTSSSGFYIA 
>Ngru_XP_002678981                                                              
MNRADDLKKQLRVKFIGEEGIDEGGVRKEFFQLVLKEIFDVNYGMFVYDEQQRTFWFNMNSFETEDNFKLIGIVIGLAIY
NSIILDIHFPRIVYKKMLGLKPNLEDLKETFPDLGRGMQQLLEFDGDVEDVFCRTFQLETDVFGQIVTHDLKPNGGDIPV
TNQNREEYVQLFIEWKLEKSIRTQFNSFIEGFKMVCSDQTILDLFRAEELELLICGSPVLDFEALERTTKYADGYDKDHP
LIKDFWDIVHHFSEEDKKKFLMFCTGSDRVPIKGLGELGFVIVKNGDDDRRLPTAHTCFNHLLLPKYSTKENMKERLLSA
INNCMGFGLQ                                                                      
>Ngru_XP_002678102                                                              
MSVRRSQIFTDSYFYINGLLPEECKGKLQIKFEGEEGYDAGGVKREWFSTLSREMLYPGYALFAPCADRTTYHPNPSSYV
NQEHLSYFRFTGRIIAMAIYNEQPLDCHFTRSFYKHILGIPITYHDIESIDPSYYKNLKWMLTNSIGDVLFHTFTHEFDE
FGKTKEIELKPNGKNIPVTDENKAEYVRLVTELKMTKSIEKQLEQFLKAFYDIIPRKLIQIFNEQELELLISGLPDIDIQ
DLKNNTIYGHGYTKDSVHIKWFWNVVESFGKDDKALLLQFVTGTSKVPLGGFSQLIGANGENQLFCIQKANVGSQRLPTA
HTCFNQLDLPEYDTEDVLRERLLVALRFGSEGFGFV                                            
>Ngru_XP_002675833                                                              
MSRKTSSFKEAQAFNKTKELIEKLPFLVPLEIRLKIFKEVIAMDRDYCYDLQHFIEPIGIRREQIFEDSYAKLNNLSPLQ
LKGRVRVQFIDQHNTVEDGIGLGPLREYLFELSKLAFSNSYGLFKATDDGRLYPNPNSSIIYPDGLDLRFYNFLGKILGK



AIYDAIVIDLPFAKFFVSKLMKGNNNDLINDLATFDKELHRNLLFLKNNNNAGDLGLNFTIVDGDELSGRIARQLIPNGE
NIAVTDSNKLSFIFRVANYKLNHQIKSQSDAFMKGLNEIVPSSWISLFDENEFIDIICGSDSPIDIDDLYANTEYGSGYS
QEHPTIQMFWDVVFNDLTSSQHVLLLKFISSISRPPLLGFKDMHPKICIQRVTDTSRLPTSSTCYSLLKLPSYRDRETLK
EKLIQAIEQGTQSFGLT                                                               
>Ngru_XP_002672020                                                              
MGQSPSGRNETGDDIQVFNDFAEMMEGSSPEVRQKKNFLLKLFKPTTLTPTTSATLRAFTSNLSDSTKTQSSESSTMRTS
FDNVQQDTSNDSLEDEEYQLTSIGSFVRKEKRTEPLIPRSLKDYKKFKHFYKITCIKVENNRIWTSSLDKNICCWDKETG
ECIKLFQGHTKAVTCLKIDMKNNLLYSGSYDRTVRVWDIETQTCKQVFDSNENWITCLAVSSDYLFCSGYDSSISVYELK
TGKKIAKLNGHVKKVEDMFYEHSEGILYTSGADCTVRMWDISSLECIKVHSCREYSHYFYKVGSNIYISQPQNIYSYNTE
TNKVNPPIVGITQFCIFEIDEDSSYIVGWNKDKRQFEFYDTYEITLVHTIPQETILDASNLSVDAKTKKLYFSSGMFVKF
IDISSVFSLNLKNGASRPAYMNYEELFNYLVDILFYPVTKVAEVIEDLQKHKYLDECKTLDDQIEKTIKYLKQQQDDESL
GSDVDIIEDIYYITKNNEVRLVKDNQDLSDRNIYFELSIVPNTVQTIEERLKAISTLSMTPIGAVESFSCIYTDDEREMD
YETRKDLFYKKLKALKGDGLLQPTVVMVRRDQLVFDACKNFSVLKGADLLRPMFVYFAGEEGFDVGGVTREFYHLLSQQI
LNPNNALFIKTGPNNTYHPNPASAVNGDHLQYFQFIGKLIGKAISDNKIMDTHFTKVIFKLMAGKPVMFEDLEAVDPTMY
LSLKKLLLLEDIENIMEMTFTADLNDFGENNVYELCFNGAEIEVNDGNKHEFVEAYSKWKLVESVRPQVEKMLEGIYEVL
PPEFLTIFSETELELLLCGSREVSISQWKDNISYEGGFDTDHPTVQYFWEMIEGYSQTQIAQLLQFSTGTSCLPSDGFEG
LTPPFTLCLLRNVSTDHLPVAHTCLNRIDIPPYESKEIMKERFGKAIRYGSQGFSLH                       
>Ngru_XP_002669909                                                              
MSTTFDQVFHAVSEGNIEFLRHIDLRPFINHEQDDPDDEGIVTLLCTACGRGHLKIVELLLNVDGVDVNKCGPLFFACQN
GYVEIVKLLLSVDGIDVNQIRVLREACEKGYFEIVKLLLDFDGINVDAYKALHGACYGGNFNIVKLLLAKNARIGKEERK
EYDKKIKPKKDLFKSLAEIKDKIEDIEYAKDTLIFEIKTQKRNKIGKVEEIERLEKKLSDMIQELSNMHERKSEIQNDLM
ELIPKFPEIIIEMEQPLAIDGVVISSSMTPKEKFRVFALQNSILLLNTQFSNYTNIQTLHTGLSVVYKASKSNSQVVILK
EISLSENNCETVMNEIMNLVILKGHPRIIKLNGVFIESQFNKVYIETPYYSNGNLLEYINKIRNHHDLPTLKNMLRSLFR
KMTETLQFIHSKDILHRDLKPQNILVNENGEPIIADFGSSKKLIAQLTNNTMGVGTLKYMAPEVKRQEESPSEKSDIWSL
GVSLYECWQLIQQISMMNNATVEILNFDSKGKVVLPTSTLNDEIDITLMKMLSHMFNSNPEDRPSSLTLLTDSDYFTNEN
PTTDILSKSNQKELEGSEKISLWQARLKKMKQFLPESTEGEIKVDIYRHRLLEDIASIYKDLIPIGYSVIFYKTFVKYKG
ETGIDAGGLSNEMYSKYIEAILESKHFQNSESSPNENFILTDEPLTDESKNQLRTLGLLLKKLLIDCDDKTVYLPLNSFI
FYYLLNGNALNKETLQFNAISLLLSKFLREYDFELDNQIFSVKKCKNDEELQSITMEETFIDVLSKSEKPLIMENVQLFI
ISQLYSYFYSDLKIEKLKLIKQGFDWFNLTKFKQSSKLPPKLKEFLDLQGSNFDEKCLSVNELKILLSGQSYIDADLLLN
EIDMTRISPIMQDHFTKCIRKLTKSQLRQLLVWMTSLSSIPIRGFSRKISIREYNRFESHTCSFVFDIPSQITNYEQFET
QFMNCLRLSSVATMEDQ                                                               
>Tvag_XP_001583508                                                              
MATEQLLDFDLNSSTTRELQFDMIYNMMTENTFAEKDLITLFQKIIEFDFNLLGESEYNSLVRSIGTIYSGHLPLVKPLI
ANFYRDWKNFTQIMLTIEYINEIDNKDDIETYNYVNKHILSQIVEICKSTSENKPFQISNIALSTSNMILLIARVLPIIE
PNQNIVKDLLSIYNNYPVSLQTSIIPYVASVNSVKLLPKEMISNFIRDRKTHGQIFQAVLSDLPDEIFERESELIAHAAR
AEKELLPILADHAPAFKKYKDILADIIRYVDKEFYFQTWYNLAACEQKFPTSILKKRNIPEQFALILAERPQDFMNMDRA
ITFLRFASEDYFYNFYHSFEFTPENADFFNQPALLHRLSESYDKKYKLKPVENKENCLINIDLLVTMIIKNNSTNIEFFN
HFVSSKCTMLIDFIKYYSDYEHEIEGTLESVAYAITSKQLNYLFTSDLYNEYYYLMLEMLLYRKTSSTPFDDKFIQLRIP
EIMTPDMSLFTDMQSFFNEALNNNYYIKNIREYSPTIREFYYCGQFINISFEGHLEWRYSNLAPTNFMIVAAMSCIYCDQ
TEKLKENPLTFASIQPMSYVLIIPLPFYKLALKVVYETFNQRCIRILDKQITIFFILIFITSMIIDNFNLIPPEVIVFII
KELEVFTIQGSNPLLTEYKNLINQMLQKNGKKILKQIASNVKLLEPYSVYESLDINVFPTQHVLWLLVEMQNRPHEYEHF
RSRIISRAYQKNSTDINLIYTADAQKDYRAVYNMVNQIGYYNRRMHFNEFLKNKRLSYVSLLLVANNKIAPSGDLLLTVA
GVKRLSRAIASVMTMSNEYNMNLAQLVQNVISRASSGNKYTNYAFYKRFLEIPFLSCPYSVVEPLYGSSPCQGIYIKTIQ
SCFIRVTDQVLMKKDWRNFPKATDLSIFFVEYLFKTIVSIPGQIAMGALVSLVGQNTWSFPLFKTPPFEILKMILKRAEE
LNNVEEDKNLGYDAFQTLSVINVILFTPEMRQVFFLEIVPHIAEYSIAQRIFICFIIAHHLIDSRTQIFTYTAITPYVNE
IAKCSVIPKKDMSVIEQKLLVVGTLLMATISQIHQNLDPFAKSLSAEFLKHENFFVNFSHTDGTCTSFVGNFTHDVLHFV
FRIGQIPMSQFSVMPRSKSIPTSENKGEILPIAKSDKTLEGPLKHLPLTVQIRILNKKLPPKPQKINTRQFIELYKYGLF
TVRYFCSSRCNLILPQYIQPIIEATEAIKKYEDVPDPEPIKFDFSYLVSVIPDLLSMWKQNSMIDDFTMTIVVSLLEIHG
EKIIEEIIKSRDTALIAFCSIVKSVGKIPLNLIEKFDKLITPVLTMRCFVEGNTKLGYSVISMALTVKIPPKPYVIELTK
KYLQSDDKRVWYRGLKLIPLYPKEMQHDLINVCFTNVTDLVSSTLFLMVLPEEGPKRPAMFISILSDLLEKKKEDEAISI
ITDSLTSPYTGKEQLSELMEKDEKTWTLIYNNIEWIWNKHNEKNSFKFITRFMHILPFQIRVGEMRKAIKAMIYKESIAL
LIIQSNALFENSLKVILSYLNDEQSIHSQIYIKFPEMMSPESGGVLRGWFTSFAEEMVKPERGLFIPSINNCSYTINPSC
TDYSKFEGIGRFIGIVVLHGEILGYQLAHHLIKAMIGRNVNASDLADYSPVVYDTITWIQDTKNDPADLCLDFTVDSGND
SPGIELCEGGRDKMLTRENADEYVELLTQYYLYKETDKQIDALKKGFQFVLKPSLFTLFTSSEIGSIICGEQKTDVEELI
KNFEILPPLSQEHPIVQMFFKIIRRWNNELISRLLLFMTSAHTIPIGGYEFMKAQGRQPKLKLAPMTGDKLPLPSALTCF
SHLALPPYQTEEEMEKGLIMAITESEGFK                                                   
>Tvag_XP_001580110                                                              
MEIAINNPVECNESLPIPGKDEENYLFKLAYARATFTDSNWQVSENICKIRTEHKDKILEKIEANDDENVSLGAMIALGA
EIFDSEVTRYIKIKGKTELANNHDVDVQRNSQACFQIDPPKFNVTAKLTAKMIEFIDKVDLDIQATPSQKPADNSQKPLD
TPQKIAEKAIKNCIILSFLSKLFDAVSDKNKFAEKFPKMKEICKKFKDTVVPNYTNSKYSYFIRQQLKRVCEKNGIKDKF
IPLTHCGECKDSMFNGSPDTSSFFVHTKMIDVNNAIEISFTDMKTQLKYIGFISENWDCTFLSLLDRNIYMDKKFVPYTG
SLSNITLWMDNNYLCFGNVKIDSGETKKRWAFVITVCDDSLVEYKFVQPRSTSLKANAPPTKQHRFDLNMIFPKVCLGMQ



VKIENHSDVNISRLEANYGYTITGCNFENRSTETYIVPANQITTQYTPFDTVMICAEIENRIGDPTQLLNDLLQTCKNYS
ISLIKTMLPYYLPEINSEMALNMITKLSDTSSKQELDQIKALMKGKENDIKAKLENTVMEGEKDPKFTAGRDINQLYNST
YGASQIGIFQAWNHGIFYEKTFVQGLKLFFKYKKVCLGFIPMILKTFNKNLPNDLESAKMILNFFNNPTYEGYFSNMSEK
DYTEYFNNLVTFVFERDPNTIVAKQAHSSLINKCAQSLIGDLFTLGKNVSNKAKRMPPLLLFSDKGATFSKCVVKNNNYY
PVEILLPNGTTKIITSNSYSSCEANKGYRYHFGTDGKQVLSDWKNYIEKDFSGVYKPLLVDYMLKNKICDAKIGDYPSIV
LFFANIGLSTLTEVSDDYFDYSTPELNPIDNYFNDDANIKVGWLNNFRDWAAEGTIGYLKIDITRTHSHGVDYDSPNLIR
IIDYLARDEAHFPSKIIAFRAKENKLMYFAEYEGTTGQDVGGMFRDSFFLMVNELMDVNIRYFIKPPSTLHCEKNRLVPA
SNLPIKVASTIGSLIASAIATRNAHKAWNLPRFIWDSFVTNSDLSLLVDCDDESYFNSLKNIVNAMRKGFWKVIPLDKVK
NFSGRFIEGLTCGVKKELDFNSFIAYFNPPSRNCVVWPVFTQAISKFTSQEFSKLMGFITGNETPKNAKDFCLKLADKST
SYQDENSFALPFAHTCFNLIEIMPYKTPELLRQKLIICFSFQAEFND                                 
>Tvag_XP_001329596                                                              
MIDTPSVESLIKGYFEQLTEGCDRIDCEQPECASSTNFHYHFRDPTEAAVRAVELTLNHPHNPCLCGHYSPLNRDKSILT
KVSRFDSIVTDIIYNRASQIPDDQSLHNIKEVVSSEINISFILLSNQETLSISNISFDEDKLQDFNLVFQRGYKYFLPFY
TDFNLMVKRFIKLPSTDTFSHVRGIILILLFEIYFNKDNYIDTFLPLLDHIIDLPSKSAMLFWSCLQCISTLLTRVVSLC
ETMLSIYVLKQSMINVVPKPIASLCNFITLLQRASDNSLHHLPNKVFSNSALSTRLNPLKELERYEFSKFSFLSFPSVLS
LKFKHKVLQTAQENKQNTMAARSVINEGIMMGRTITNNLIFNVLEIRRDHLVEDAIRKIPRLRSEDLLKKLVITFKGEQG
IDQGGVSREFFYLLTSQIFSPDYGMFTTINGYYWFSITPFEDYSAYMMLGTAVSLAIYNNVVLPIRFPTLLYKKILGKPI
TLTDIGEIDPDFMKSALDMINMRTKKEDVSELCLTFTTTIEQFGERIEIPLVQNGSNIDVTNDNLDAFIASYINWWANIS
IAKQYEAFLSGFMKISISKLYKLFGADELDILVSGEAVLDWAALKKNAKYIDGYTKDSQQIIWFWELFDQFSNDQKVEFL
RFSTGTPRAPVEGLGEVQLTIQKTNDIQMLPVSHTCFNMFSLPAYKTKEVLSQKVLLAIEHSEGFGLV            
>Tvag_XP_001328622                                                              
MQNSHHLVSIFSDLKKLYEILDEAVRFEDITTLKYAINNKMTNLIEPKRNNLNFIIYAAKENNLNFFIGFNKLGLYKDLG
QSERILLAFCENGNLDGVKFASQFVDFKSSENASTQLLIAANNFDFRICEFLCSQPGIRKNIKDNTNKTPYDIVKNSSKY
NDLLDMLEIRKDFKMLNLQSFLALFSHQSRSLKVWPVFVEAILGFTDDELLKLLKFITGSKTFKPDLLLKLEIKSISDHD
ENEYSNPISHTYSNTLELNPFKSPEILGEKLKVIIDM                                           
>Tvag_XP_001327428                                                              
MDGMQFSPEIVDMALNQLSSPDIDAQLESLSLLGLSLISVSPDEIGSYGIERVVNPVIELFKTSESDFIAEQAALCIRNL
LSNSTDAIFPIARAGFIQAAKEKLDNGFSIELAENVIHCFNSIANYTASTLSKIIGIDIFFKFLDFMTIAEQRTSLQTVA
VMTEYYQRSDYVNFLPNLCSLTCQQDNRIAKYCINAIGNIIKEMDLDDFPIADIESLSTAITTTTSSDLVYDILIILIRL
TDSKKCTEAIAKTNIPYDRLLFSKDFPDSRLDIIQRTLFLFSQLLPRPNYPENILLDEHDAPESALEFSRKARELLIRHI
IENNNNELLAISNLTACLMLEQFEIPSQVFVAISGHANKTDNACIVLEFALNVEDKAKTSLYGISDTLSRVKPSNKSNLD
WYQENLAKLQESVKGKASSICEGKTFDSFADIVAFINENSFSSAEFFSSGLAKQFHQLAKKTESAEGLDLKPSYKLFEEI
ATFLPVYEERDPLEGQPLTKIPFIGYNFKLKLGDDVYKTPDILMTSMFICLEFWFNISIRNYSVEDLLKLIQSNPVFAKY
LDLRLMKSFTWSQLGLLCRILRPPNYKFYAFELDGTRFSALAECFTSISRLCSSLKEVFDGNVVVNLVEIDLDNDAPLQL
NVKHEKITGEMNLALNCLKDLQKLTNPKSDMKSAKLETRMNMMLQSPVLSMSFFSPAMAIIRKCPFLFSEQLKFYIFQIA
SLDLFSSLLHSSKVIMKSNEKFTEGRVTFSCTVSRESLFEDGLAVLNNFGPGPSHLVIGFQGEAGYGSGPLREFLNLMSR
EFMKKSLNMWRNEDPKSEFAFTKDGLFPSPAADKKLFRTLGVLFGKALASDVVLPIPLSNNFLRLVLGDSLTVSEVDKML
DKSLNSDKTALYGLPFTYPGLDNIELVPGGSDKEVNAENVDEYRKLVEEFTVRGNVLECALEFKKGFSSVVPSPMWDLLN
SHELLHLLTGSEVSLSFDDLVDSIDVEHGFTKNSPQISMLFKLIVKMPSNEQSLFVKFVTGSERLPIGGLGSLQPRISIA
RKTPEGKESADWLLPSVSTCSHYLKIPPYSTIEVMREKLLYAIYEGQDAFLLT                           
>Tvag_XP_001326811                                                              
MFSDKSDSDLLEFIRNLQVDLSYKEYSAGDIDTMLKDTINFYKSNKDKTISMELVFLLINCLKHVEKPKLADYFQLFDLQ
NYSFENAQLVLQSNHLYRSLNEESYSSFHGYLQNLYNFVTKSNLDSETIQVNNNEYTRKEAIKTIYELFGLVKITSEEFL
KLIPFIFTKDYLPPENLLKLAFEDEDIARIADKLPKCVLKKANLISNLPDKAIITIIRANSPQENIDLLNTLVGSKLSQK
VLFEFILSLKKTDIPQQSAQYLFSSLNISEFTPEICEVLLDYQVEFLVKEDMQINYAIHPLFFITHIDQPLEHIPVDVIN
DLITKCDKPEKLYPALTPDFVCQALKGTDFWLKFIPSCKILSVSNFNSSVQSCFINNQDRDTLSTVIVDLIKKSGENITP
ICKFIKNVVAMSLDVLAKDDLVQYALSLTSQPPVSFWNIFQRPEKFLASVFGDTIKASTLPFFMYTSLPVFAYFMDTAVM
FPPITIQNLTESGIKSVIEYITSKHKGMTKLLEPIEGISDNSLSLIVSAQLFTACYMTGKAIPIINGINYKNILPFTAVC
FKILREAHSIENIFRPTEIFDKLSTTSFEGKPLLALLSEISNLTNLDLISMQRIFTDSLRTPKFSMDSFDKFINNIINQF
GRFVDFNELQTNDQLVSAVLTHLSQISGTESTVVNNYFSNKGDKILEIAFNYSKHQQYKQEMKFKRNVFGKDVLNNFLSK
ISKSDMIYFLRIFDCQNFDLSVFSISDDDIKLILQDAIKNKNEDDVNSIFKYIEISKKLLQLFYDNGLPNTIKFRYIEQV
NSSDLEKMNSNELVQIFENFTSSQLLSQIKTVKNKRKLPSDLLDNDQFNEEEEPEQNTEKTKYNLFEAVEKLIPTTKLFS
IVKYFDLISDCFCISAESLSRTVRDMKFESDTGSQAIDIYYAHEVTDMLIRRSSPLKLPDNSEFSKRFLENLIEKACKSK
SLPLVYLMNQIANKNPKIFFELKPSITEFCSQIFDLTDELPKLITDELSEEEASLIGFSFQTFIALSAIPSFDDEFLIPL
IEKLPELSTGKLLTILLLLKAQMYSPLQIIVMSVLCKYQFPSLFTQILSKPFENDKIKEVIVKMLYGLASNYFTCICSLK
ENSAVVLDELMNNMAKPYEESSPGQIVLFYNRIVSYSCDTLLTFISDKKTNELLSDILDDSPKNPINNKQKVIKALELAK
NLPGEPICVPPGVSEEAFLNLTRRQQSRVWHSLYPKTIKEITPKMRRILARKPSWVVPFLTKPPGMLLTPSHYKMLFETI
NELLAVENDEEEEEATPENLKMMLLMVPDLFDFLMVEIKKPDNSKYAKDIIELMTALSKDEMTAMSILSLIASEINECNQ
TDLSKFVKILKYMNTTQYFPINFRDIVCEILIDRLLQPEIRDNDEILLRCFRTLQILPNEITENLIPKLSLLLNFALAKS
SSESDICFASLQIASKSEVIIEKVSPVIMTTIDKILSKKGNDQNWTDYLIKVINKFKFIVVKKRPQLLSLLQSILKDTDK
RDNCLDLMGSLFDCLSPEKVTQNSTFETPKEGLEIPPQIYNSDPEFWSIINEHKDYLNDLIAKTPKLLDTKLKFLVRFPQ
LLAFDQKVACFRNELKKRRTGGMLRINVRRDDVLQDSFQQLAMIPPDRMLSRLHVMFRGEEGYDAGGVTRDWFTSLIHQL



FNPNYVLFAPSANGRSFQPNPASNINYMEHKQYFKFAGRIMAKAIIEEQYLDAHLTMSILKAILGIPVTLRDLEDVDEQL
HNSLQWILENDIEDACLDLNFTYNYDYLGRVKAANLKPDGAKIAVDNKNKEEYVNLMVQYRLRGQISTQVDSFLEGFHSL
IPQKDLSMFSPNELDLLICGVPEVDVDDMEKNCVITRPLTKDSDVVKFFFSAIRKWSSEDLAKLLLFITGSSQIPIGGFA
TLKDSHPITIQPGGDADRLPVAHTCMNTLDLPYYKTEDELNKKLQFAIKECNTFGII                       
>Tvag_XP_001324201                                                              
MNDNSISVEKIMNFFKLNLEGLVKIFTTFLLYNDKILTTTLVDYDYNILDKSTPPKSAKLFQYKTAIDRIVDYLENSHKI
DEFTEIYFNMLIERFNNVHFHSAIDLHPSAVVLNPKLFKSHKIMISRPDVTAWIAVRGCLDPTNEIICKINDEVLSNNVL
ILNTNKLTIQNISDQSYIVLIPFNEMSNESLIGTFIDLATSFKYFVRFISSHMSAIKPESLQMYRQKLYVSVFDSIIGNS
SYFNTFGNRVLTFLTKNLPVLYFDITGEFLQRLNYIIKWNATHSKVFTNIIKEIEGLLRDRIFGAVKSFFPEFSDKSESD
FLKSFQGYTKLILPSQEETIPFTITEKSQLDKILNYCKRLLLAQDMKSFPFYCLLHFWAIAAMKLPCFDRRILDNGKTLQ
IKFRYYIPKKFHFVFKQSNAKYEYLCSITKDGNKVKWTDEIETANHNEFFINLGNDASWSMLEFTIESDETMDAGDFILQ
YRDYLVSDMKMICERWNKNFDMAILKCIPSTTFESKEIELNFNPKIFANNPKLTGFPLALLYCRSIPLLIVNWMKNHNFI
ADSEVFNDFITPVFKLNSFLQIVSANSRLEVPNLKINRENARKLREGLVKDVKFSIISQIRKQIKISNLKNESDQPWKVK
FAGENGLDMGGLARELVSEVSLDLRNPNCGFVCPTPNSISQVGYYRDKFIFVPTNNELRSNKKLYKSIGGLLLLIIRTGL
VQEFDFAPVVWRFLVSNKVSIEDIYEIDVNYKNTIESLKDAINSRISEDEFNKQFNLYFVVKDSLGQDHSLNQNGTSCKV
SISNANEYIALSNEFRIKELQKYLNWVRIGFLKNIKEGIPNSLDPDTLEFSCCGDPECSYENLVKIVRFEEISEDQQSIF
FKVIQKFTPEQRACLIKFATGRSRLPPSGSSNQFKFTVDSNGAQIDKLPTSSTCFHTLHMPRYTSFDNAYKMISIAVENT
ESFENT                                                                          
>Tvag_XP_001323710                                                              
MDNLQQANVFNQLLMQLNNKQADIVKILRELSLYLSYSQNISSQLCPFDKICTALLNILKTNTIADVTDPATLCLLWIVE
SQPQYIKVIFAINGFAILASRLLDWVSVQTAENCIRIFDKLTDFSDFSTRIGQMIGIEPFLKYIDKISSNEQATAMKIVL
RITNSYVKDSFIPYLSTIVSFLLCTEQSIHEPAVTVLNNIASRVPEKSISKDVIVKICTAISHSDSTDIITQLFGALVNL
STTRKHIQCIILANLDFDKILFNPYILNNSVEFQRLIFKLLLNLLPVPKNAELFLYPRHRRPVESRKFAIDVQPIIIKVI
TERPLFARSALLALAATLTVQPFSMNENLLASLVSFAPISSVSPIVLSILTYFEDLQMIADSDIVSSLKNVPIVDDSIKQ
WYQRTVKNIMKKIDDSTTSLPISDLKSKNLPAIIDYIIGKPVSKFAFISSDLLDLCIRLVSSDNNDVERLKKLQEYTVGI
LSFLQPAPLGAICTTDSFSRIAQKPVFVTVISPTGEQYPLSVFAFDSMASIEGRYNSVVRGFNSMRLPQIISSNSELQQL
IEINQTLKPSKIALLYRAFSSNSYPKVHMQVADRFYSWCDSIFSALCDTSEGPQNIFDTGLLIKILDGDIEQSPPSLKSQ
PNQKNVQIFELLLRLQFFTGESIANTAFNARIMNCLSEPLASVGRFSSEMATIYKYPSFFDFKMRFMWLKFATFEPLSAI
RIFSREFHIPLQSKIPEPQSVKIFCHRKSIFTDGVLIMRHFGPNMMNLNVSFFGETESGAGPTREFYSLLAKEFTRTKRH
FFRTENPNSEFVSCKQGLFINPSADPQMFYVLGVFLAKVIQQEFVVDLDFNPAFFSFIRSPQVSIDLVDAELARALMVTE
GLLGLPFTYPGLPNIELVDGGKTQKVSEDNVDEFVELVMSYTSGLKLVDHADAFRKGFNSVMSWNTFEIFDENEICRIIR
GDDPFFTRDDLKKNIVAGIGYTFDSPQIGFFIDILCELPAEEQRLVLSFMTGFTRFPPGGLSSISPKITVNMRFMDEGQL
PNNELPTVSTCSHIIKIPEYETKEIMKSKLLYACRECETGFNI                                     
>Tvag_XP_001323708                                                              
MTGFTRFPPGGLSSISPKITVNMRFMDEGQLPNNELPTVSTCSHIIKIPEYETKEILP                      
>Tvag_XP_001323291                                                              
MGGTQSTVKSSQEEPSSSQSSVSEDQSTEEIAALEELDSIWNDDSLTDASRKSICELLISNIKQEPDKSLRNFDLITKKH
KLINLFKTDDPRTLGSIYNLFISILKLATKEKDSKNAIICGNILCETIPDFFSKLELTDFITQKEILSQLCTITKNFPHS
IFVSISHSIISLFNSQDECVSRMSTVIFQNISSRNDQNAYIKDFQDLFKVINNSTSYSIINFVFEQLNNILTFSSSKHSN
ISLKSLNIIGLLQRYKYSSLFAENIIQFSSHFFSLCASKVDNDSQSIIKEYIQYVVDNFYNITPEILDLYTKYEMNIPIM
ENRLISELLSGKLIDKLTLKNSNAIFSDFSILNHILAVDYATDLPKEFFAKFPSLEKYTKEIEFKFDPKSILSFKKLMNI
KDISPYLMYKSGVFEEILEFLSHQNDNHIHFNDEAELLRKYCIELLRILPFPEPNDPFPSDNLDQFLNKELTIRVKHENQ
IKQFIVPIYSTLYEIEAEVNNTFNGISEDPIDLKKSPYTEHFEFPTYKNNLLYISTVHMLAKNPLYKLYCFTIGRNFYIT
KQSLVHALVDSAEDYHDIEKDLILETQTIKGKISDQSLSKQFICDKLEIIFAILKELYRLHPSQEFQDEFIIKRVDFLLK
KYLSGTLTRCSYVPWIVYRYPFMFPFELKYISSVILNNSLHYGADVFSLYMYGKHCRDIGLKLKIDQRSNSLEGIGNILV
SIYSLPHFSFDIYFDKCHMSYQRFMYNYGKLYFENKIKNSVLNLKVYRDTSMVHLYPPEEENEKKSIIGLGVIVGKSLIF
GTTLPFKLHSALFDAINGHTLLFSDVDELFANKMIEDEFFNKSFTYPDDSARTLADDLYISDSNMEMYREKVKSYTCGEL
YMTAVEEFKTGLKKAIDISTLSPFSGKELSDLLFGGTGPFEKSDLENLNREMIDDQQFQAFSNFMMNANAERISQFLKDL
VGAPNVPFNKLSMVRPKIQLCTGDELFSDDFNNKLTLPKNVTPDMF                                  
>Tvag_XP_001323007                                                              
MGQDLSQASISLTQNADAYGGEGQNVIEVGFDELPLKTSFQSDLFDKSNEEVQKDLNLPSAEMVYDIITDYLTYSSTSTL
SEAFSKVLIPLFCGTLDSKPKQIQILSNLFRFLRERAFPYFMNEGRRLNAINEQINGIQNDIVNTHRRIPEEFFNVGTYL
KSEEAYQDFLTKFKEIVQYKEIRPHPSYAALTTRFSDFKSDDENAIYRLLSWGFGAGEITAIIKSLQYITNLCFENKIEK
TNDFSFDQLKSVINSISLANTCFAPPTNQIISSTTISSSTQIGKVQTSFIASDGTHLYIIGKGKKLTIVDLSKNITKHEN
RFQQYTLDELNESSNEDMSITYSNGYLLIYSQKIPIYSIYRTKPFERVNSQIKFSIHGEFTIIPQCNPPYATDSKYFYSL
NAPCGVAVLSIKPPNLVLHRFIDFVRSDAPLLEPFDEELFPSKFLSNLTAATNGITISFFHLVNSSDNQYTYFARHFSLV
DGRHICDSQFVLEHVISTLTYDPWNRCYWGCNNQRIIHIPSFNSQPPWLTGSDINNVAEFSPSAPCSTHAEVLNSLINFL
EFYTVHFAGLSFHAAQSNHNYSPTTARFFAPCTNDAVKYIINAINYFTEIYASKRECEGFKLERCKHTILSLIRLFDYNL
SNMDTQISVIGDQAPPKFIYAVDSINILVGILENEDFTFAHKSVIFTIVNSIELLFTDNKQSLPTVFIKIIKKMSTEFIL
YTLQKIHNMSIYPYCFNSTTIKDTFLSLIKNYPKLTITETELLETYMRSLFINSRDYLLSQQQVDKGNKDILMDNFFTFS
TMIFDEFSARIDKMPNTYNETTRSEIPNMNIFEKFIMLLHHFQQFPTVVDFATTKIHELFVKLTHMISTIKFDCPIYPQH
NLLFYSVYSCYIDYIDSLMNNAALMKSSTTYSWLYQPTKESKLTPNDINDIVSQATTEQKSHRRLVRKGLSFNFHSTSYS



NNAEIQEGFLTSLVAKDESQAIKTLIDYLYLKIPDHVKKVENNDLRHLERVILAAYTKQLGLTSDLCDLNIYLSSNQPVE
ISKYIKNIVQLVYKTRRYLRRAKQASSNTNESNNSYEQFIQLIMKKCIFLVHLQPCLRLMSDIESSFSLMAKKISSFMTS
EITVEQYFDQIEKAHAARRSISQAVGYIQEILSNRFTPLSMAITSLMLEKYSTNDAIQTLVLGVANPMSKDIPSEVTETI
KLINLVNEMTINIKEDFAQQSFIAFYTNVTFSVGQEYPSLIIEPTLKLIQYLTGKESKFNKENSTSLVSLLVSLFCVLAK
NSESFATNEFKNLYQKLSQASSLDPDDPETIALFYRSGMDAKIHPSTIINRLMTCEPQEYTRYISALGELCQGSSSKDSI
FYWILHEISRICSGGHSSFLKDYPSISEKSLEKENLCKTPDIILSGCLKLIQLVRRFLNESSTTGRYVMDVFRFILENFI
SPKEKVSSSLIIFSDQLLLYAVFGVLSNVIDVISFSSLIKDSESSILYYVSSINQQNKTFECWQLPINAESTLLSVPFSD
SILSIPSTPFTPSIFPFYDQLIHVFIKFLTMNNPSHFTEGLLYYGLSSMHEYCRDLTFFNMLVNEKIYDVLPEFSFENYN
SDFMNIVRKHLASNDGGFTTPRSSTSELFYASPSVIKDTDGLVFTDKQISCKDGLHVFISKVFSQTEDISLSIEAADIVQ
SYDAGFYHLAINESNIKCLMYSRRLNKSTISGKVKTALGPKESPKCNLLLKYDHLTKECSIYNNETGLLLQKHVFTSTMV
CFVVVLYPGADLKYEFGVEKKILNTMDGKIVFKRNRKNINNVNCLTNAVQTITNIKDLNISCHPFSQPEDIECERFSGKN
SNEKFMIFPADSVSSTQLVTSLEKSDKKNIEQKKLIKFPLNQILSTELLHFTTPPNSYYVLKNNCNDDPISTVFNPSKTF
SVDQHTGKLSMKNRIKEFVPRDTLPHIHPHNFGILPSVILNHFATGYSQKLRKTLLSTVLLQCYSPSSIGIDRALVKFNF
TDQNALLKSMLSLLTVIEPYDAFSSSPINFQLNLIDQNVMTPKSSQFLQKSAITNIFNYIGKHNKAVEFITAWASLLFNE
GKDVTSHSVKQNHPYAIIVDPSSLPSPQTFTKQGFDLWIIMQTQLQPVVPDCICTISTNTCKGIKISNTIEVAAGHSFTL
SPPENKDPGNLIAAIPMMKDDTVTLLGTFFDLVVSFKYFVIALDYFKKEIPFLLMQDFRTKVYIFFIQALLGNSPFFITY
NSDILRFLINHFPLMESDIEGDLLIHLGLIGKFFDVAQHPQIAIWLEEIQTLWDEKFYLSLKYYFDYFASETDKISLKNI
QIKPFEIPKNVSFDSFETNEKKEKGLFITLKRLLMPRDNQYGFPFYQLLGIWAKYSQKCPPTVSKRLSSKILKVEFIKTV
PHSANFMLTTAPSSIKLQYSFEEDMSNPQELTLAHAFVLNNHTTIYIEICDDTNMWELLSPYFISNDRPNKDEFVLQNKE
WFIDDIKHLLFNWDNNTDRLILATFPYKLFSNHSLQVDISPDSIASSTQTKPLNLLCVRAHFLLIMNWFFGNTKNDFMTN
PSMKLLLPLVSPKLKLDNLRNIIKKNSKSRRPDINIDRISAVEVREGVSTNYNATLIAQMVNIYKNINDFKDSTDRPWEV
HFTNEVGIDAGGPARELVTELALDICSPNCGLVIPTPNSRNEIGQYRDTVIPLPHPMIKNSPERYRVFGAVIAICIRTGL
VQFFNFPPLVWEFLITGEIALERIMEIDDHYKTTIDSFKEAMKEGMTDEEFKARLNHKFVIQDARGNEMPLIQRGRTEFI
TASNCAQFISLANEFRINELKASLNAIRDGLWENIGIDPLLNLDWSTLEYAACGEREITYEALRKVTKFENLDNTQQDIF
LKVCEMMTSEQRSLLLKFSTGRIRLPPNCGDDEKFLKVDRAEGIDRMPTSSTCFHQFHMPRYSSYQKAFKLITLAIEYTG
SFELR                                                                           
>Tvag_XP_001322922                                                              
MTLVHSFSGHIPMTIDSIKDIFIRGNPADYHSAAVLMQDLLKTETDKIKTLAIIFGKIGDISSGKPILFFKDYPLFHDEN
QFATSYVRSVGVLLNGCAQFIHIIRNLLKQKDELINEIITFILDYNSPDKNRQEKAKENFQKFEKFTSEKYLFSVFSILS
NIIEATRRFSFIKDTNTNQIYYMVHFDAKNNFYYAWKMPFSNNSQFVKIHYGPNIIPMSILPFTSDLYQNYDALNPYFKE
NMMYTQKTIPKECLAYYILNSFNVYMTNSGFLKQFTQVVKNSELKYVTFSSDLAYFRKVLRHHLSSDTEGFFTKNSKELQ
FTYHSPSDVVSKTRYSIEKNKVTCKAGIHCFMTQTLQQNRPSLMTFKRTSKGAYCIIGLINLSVEEGDGDSFFVEYKDDR
VNILSNKVIQTTLDTQTKFIIQLDPLMKLATVYNGDDKSPIETIMTKSLSFSFIIQCHGESEVSYNFYLPEKSASHKFFG
TETSVVLPDDLPPVVDLRLTTQIFESRFQSLLRYDAETLKETLSEKFSANTAKLNPPKSQPISFNNTNIARDNSTFNGSL
FASVVPDSVIDTVCNIQGEAAAIDDSTGLRIKVSEQDNIFKPKTQLPTISPMWWGVLSPETLNYFGCGYASKARIESQNL
LFLNMLNDQNVSVDYVMNFFNLKMEDLIKIFLSLLLYNDKIIPSCLVDFDYDIFDKMTPPKSLQLFLYKTAIDRIIDYVE
KTEQIQEFTEKYFNILVQRFNNVHYHSVIDSHPSAVVIKSSQFKHGKVTISRQEVTAWFAIRGGIDQTNKIICQVNGQNL
SNNVLVIKSNTVTVKMAMEDQFYIVLIPFSKFSNESLIGTFVDLAVSFKYFVRFLSLHLTVYKPETLQKYRQKLYVLLFD
SIIANSSYFNSFGENILAFLSKNLHIVTIDISGEFLQRLNYIIQWNPTNSQQFSNFIMEMKEIFMERTLIYIKKFFPEFS
NPSEKEMFKYVPDTSKVCFSLPIEMIPFKLTSQSDFVKITNLCKRLLMTKDITSFPFYILLNFWVIAAMNLPSFDQKLLD
DGKTLQIKFRYYVPKKFKFVFKQSNTKYDYLCSITKDGKKVKWTDEIQTANHNEFFINLSTGENWSMKNFTIQTNEKVDS
DEFIMKYRDYLVSDMKMICQRWNKSLDMAILRCIPSTTFQNAELDLNFNPEILANNPKLTGFPMSLLYCRSIPLLIVNWM
KNHDYLKGGDDFNNFITPIFKLRSFLDIVRANNDNSVPQISINRDMARKLREGTEKDIRCSIIYQIFRSVTIDKLKNGSD
QPWKVSFTNERGIDMGGLARELVTELSLDLRNPNCGIVCPTPNSISQVGYYRDKFIFVPTNNSLRDNDKLYMMVGALLLL
VIRTGLVQEFDFAPVVWRFLVSNKITIEDIYEIDVNYKNTMESIKESINSGMSEEEFSKQFNLNFVVKDSLGQENSLNQL
GRSSKVTLANANEFIALSNEFRINELRKYMNWVRIGFMQNIKTGVPSSLDPDTLEFSACGDPECSYEELAKIVKFEGISD
DQQTIFLQVIQKFTPEQRAALIKFTTGRARLPPSSSSNQFKFRVDSNGAMIDKLPTSSTCFHVLHMPRYTSFENAYKMIA
VAVENTESFENA                                                                    
>Tvag_XP_001321819                                                              
MRRVIQANQMDPEWLAIIEQLKTERPIPALKLIADKIQFTEQQIAYRLPFDEICARIDDILSQLNRVDILELATECVFKI
ADSLDNTYDLYSKTKIFQHLRNFIDRKLSSKITENCLRTFITISKVNPEELCKTVGIDPLIKAINECSLIDQKDAFVAMA
RMTEKYVDNNMISNLQDIAPFFTEYNLRLVIHAVKTFHNIVSRLNISTAPPKVINQIAVSLLVITDMNSDILLLEDLIKL
VQIHSLLHAFVISPIDFNGIISQAQSTSREVELYTKIVSLINVTLKHYSKVKASKSTNIILSFINKAFPVIIDVLQNHRG
SAKTSLECIKYILKLNPSADISCLYESFTGYAIDNELVKSILDIANNVPNQMSLAKSPIPSILIGAKKRLSNDKDFVKRV
DLILSKLDSSGFATLKEINSITSFEQLYDLLITQNMPLYDFVNTGGLEAAKEFLYTYQGRIDVVGEESLKQLVEASHSIL
SGFPVPHDEDILGSERNDKFESFSINVDIEMPNMGTENFRLEITIDFSAIEAFYNQRRRGVTFDIMKRSFDRNPIISRHL
KRIDEKIQYSKLAVLNRIANTPEYKRCSFKIGNSIFSARDNVFQSICKVIKDPKLLKEKCPLIKIIEGDSNPAPFDLYQV
SKVPQQILPTFELLSIIHRLHPTLNLVCQAFSDHIAPSLASIANTVGGFSSAGSMMYNYPYLFDLKHRILFFKELAFDLP
AGFYSMYIEFIKPEARRSEKAIKYNCQLNRDNLAAEGATVLNAFAPSMGILEVQFIGDEGMGYGPTQEFFTLFSHELCRT
SRGLWRTNDPQAEFAFSQTGLYPSPAASNEDLRLLGMFCAKALQTQFIVDLPLSPHFIRTLRNEDVTVQDVDPQLAIALE
NPEGLIGLDFTYPGLYDFPICPNGQMIEINQENVNDYVSKIRDFTCGKVMKTKCHSFIEGFNQVLHWEPTCVFTPEELIQ
IITGSFQRITIQDLMNNVEVGTGYKKDSPVITNFFEVIEEMNDEDQKLLIRFITGSVNLPIGGLAGLQPKLTVAERAPDK



GANYDDCLPSVMTCFNYFKLPMYSSKEILRERLMTAVRGCQGSFGLS                                 
>Tvag_XP_001318457                                                              
MGNQGSASAQGATHISAFLNPGEPEIFAVSLFASTKEIKFEYKFSEDDKQEEYLDSFYIDIFTLYRNLTNAKNQDQVLQN
IILPSVLKVLFKNDRVNNFVYQLFKFDNDICNYFTDKFVETFQNDINQAIQLENTNNFDRYTFNTTISQELFCQNANEQL
LPKFVKEICGKDIYMNAGTTQENKDITEIIQKMAQSSKNAEVIITEFLWAYLTGNIILMIEAGCNSLRAQGSASTPSLNL
PLPIIYSENLFKTNNIIGKFIIDELTVADRNPRSITAFVSKNFFCMKQDRLLIIDMSEEITQRNFRFMELESPYKRKSVV
ELVLSKNILLLISNDNVKGLEIFPLGSKFCDVNYSNSKTKISRPFTSDGTFIYSYYKGNINVFTLQDDKLVLLNSLHLKK
SNLQLLQPFNKDILPIGLTSRCLFCDGILLQFILFEKQVNDKYLHFIRSFSMLDGYHIGDQTVLLDFPIYSLNYDGYSKK
IHTMSLFDNSGGVTQYKYEGPLSPNVTQLLPGDLYFGDNLQKFLPLKISNLFWFPPFLLGNLILPLIGINCQNLLYKFPF
YFKLLSGENLSQDILLAIPSYLSMINQQKDEKYFTCIKVLFCLIGINLEIEKKKQNEEFLNSLIFTAKILLEYKELNDFL
ISFLVNNFTNLFYGNEQFISPVFSLFFHNLTISQFTMIIEKLQNSVLYPFIISPQHYKLYFIPTLNNIVENSLKLRFVDE
DFVVSFLTAVYRELLRFHMKKDVNPMIKTVSKEIFNLLFSLISSNLSLVDQDAKNMTFYAIVEKFILLLVPLCDIIDFAR
DYTRKFIDLMQNLTKNNGLIKKKVTPEQDNFIFLFDKIFVCFVKCLTTLSNHTPSNIESFTKIYKLLKFNKRKSDIDFTF
DRNIILETIHKNNPNPLNKVVKGKDKKFEIDLFLSLSLSFSQFENIVSNFPLYDPRLKSIVQAVYKIRNNLRESKQQTNS
FDPNLNEERTLKQNYEKYFGMIEEKVTFLSSQKISVEFNEENLNILVDFVSNEQFLSVYLENEKEIEKIVDSLKSFLDGI
KSFMKIENLPQSFLLCFLGYFSTQKNFITSAEVLRKLNLLNDEIISIVVQTISLFVNSIPMISAATITPLVINMLLIIQD
IEKDELKWNIFVSLFTKLISCSSMIPTEQLKTSLILSFQAMQLFNDKGYLTIDKDKKSTMSDLLSNLPNNLSFDINLATM
LVMSGFDAPIEKEDSLMMFFCNNDDFHVLMQYFYAIITKSDKNEEFFSVLFNFVGKVFCGAKTDILPDWLSQDHVSSFSL
GRYCKTPEILFSIANEVLTLFRKILITETKAKDELTQFITVKVMDRIKQKQSKIEEIVGIFILLSNNFVVLSKNVILDQN
YFVLDINEENDEIKVIQLPLTNEITIQTLKLSEEYEIMSLLSFDVEMFPHFLVLLGLFTQVMNAPQSYSDSVLSFFVMNS
LQSYLSDSDNGLSYTQQLSSTFTLKKFSDFEFRKFSSKVKVLLSLALSRESNGIFCNSPREPHLEHVSFCKYIFHSDFIL
TPNSIKTNRAMHCFMSTVLDSSVQSYFSCKLQNQTNVIFGIIMHSIDLNQELCVLYSSAAKMFFLNMEPFLKNETTEDET
IEFMFNPKTKKVGIASSRNKNRLGKIFLPDTRCSFFIIVPNSSAVEYSLSLTPKTPNMQKLNLTLKHLKSPSNVFGRLKN
RIFGITSNDKFAEQEQSFSLIKSGVSSTENTKSNGFFSIMSGYHQTIVNNTATDLNISKCVKFSNLNINPTNSYLKMSIS
SFVYSQTRKFIFSSPVAMPFYFKVDPVSGQIQKVRQNDANIVGFQGCPPLHFENMCEMPNDVINTFIGGVCEAYKHEITT
FILTKLISSNFVNNVLVNFNFTSENLIDFVNHLLVIVEPFKYNNYEQSKSPIDFDLSVLDSNYSIPNNLYDYHHSLINLI
EFIDDRFDTFKDIWFNYILKMFSSPQNHFVSQQNPYYVNSSLLINEDYKSDAAGWVCFDLGFGNILAPKIKGSVFPQNYE
VDFVNYTFVPGNSISYSKKNCVRLPIFKNTNVSLFNTFFSLAIAMKYFVIFISKDKKSIFQWKSKSLAEFMSNIYMAILG
RSPFFYSHSQEVLSFITNKLQIQAVDINDEYLSVINHVLPLCKTISNSFESFVRSHLDMRKEMELMNLSSYFPSWCNLRN
MKMRNDAEGLKLPESILGKDMKKMLSQREFSIIQRILTVYKTLTDYPFYLIITDWLFSFITFPPTKFEILNQNLLKVTFT
SNYIPYKVTLCASAPDVIKKTIRCATNSEMSNSFRISMNSDFSPPNKEFFIKFDESDVISNMKFYFFCSVQSADAANILL
SNREKFENDIKVMYSQFNESDDQNILSLFPIERLQDLYNLSFAMNPIRFLELNLDKELHMICLRSRFLLAFNWYVYFHED
VVNESSFSQFSRFISVLTLTQKFRFFISKSDGPRTNVTINRQLGLSVRSGVSKKLSDSMIGQFARAYTSPRMFRSPTDPF
HVTFEGERGIDCGGLSRDLASELAKDICDPNIGLFVSTPNFVNHRGSFRECIVPNPISEWGRTSHIYESVGCLIAISIRT
GMVQPFTFPPFFWTCLVTGEITIDDVFSIDNEYKDFVTNLEKDSKEKTPQQFQELYGNNHNKIKNIRGEEVSVFSFSSKS
LNQGSAGRFISSANSLRIQKLLTPLLLIRNGFWKALDLAPPPFVTPQLLEFLACGDRTISVSKLRALTEFQGAPRKMIDI
FWTVISRLSEQEKRKFLQFATGTTQIPSNAKYPFLIVDYNRVPAPDTNLPSASTCFYRLHIQEYSSAEVFHRKLLQAIEY
TGTFENS                                                                         
>Tvag_XP_001317234                                                              
MTIIRDEFDYLVKDSKRFEMMPIIGAEKYYAAATKSSNIASMPPNQLFNYLEEYFSSIEPVNYPVLLKFGLSPSTYPLAK
LSIIVNMISKQHEFDIEENVKKVTISEDGAEDNTPNSAKAFTRLIKLPDHPIQKWCESSKITKLINKSPNKTIYINSLGG
PYIVFDNSQGRYIIDIVSQKYQFKNEQFKDLNEIIDNRYVLKNSAIVNGRLFFVVLDNYDVSIISFKNDEMPTKPGTGEV
TDIGVSTACSGTCLHVIFDKLHVYTNSNEIIVYSLTDMTIIEEYPQYYIYSMVNFSEKDIFGISYNNNEIFVDLRKNEKS
DKYLTVVRPCFALQSYEVVSFIIDDILMEVTNCFISLIETGKAQSFLAANAAKHIEYILRIIKSLENFDVDRDLRNFLNL
MLDRLLILNIRQMYSTNKAINDEIKSKIIVYLGRQIPTSPIKDTYDMLIRAVKYGIYWPNLVSRIHEDYLRFSDTPIFDI
FKLPQSIFLPFDIDIFGFCSSLEESVELMNQRINDMYLIVKRVGIKNGNMKKHFFDKEIIKFVNFVFEYIIKYQAPVTRQ
LFSLLSVIPMGPYLADCVITNMNKICESGFIFKLMNRDKGFMEFMKYLLNFGNGKDVLSSITFNTTIFSPENICGDIETY
FPTPFDKIRIKQKDFVKGQANQNAFFNYEELNTEEDTTNVDGYNLSVDIIGNNKSSQYLLDGIVSRFNSKEMQILDRDRA
KYGLLIYLYSKCVKVSREAIPPTGMEETHKEILSLPIYNKSNLELYVFNDELRKIVRSPEIQFGNATDIFTILALATTEN
ILRRPEKRFKSFGSEIQLLPVKIAISVIWLCNYIEEFNEFKKNPSLKLFEEKFKKILPKIRKIKGDLIQFKKNDSFDSMV
GSVQKKFPILMDAAFVENPTEENREKRFERVIKFYSFDFDNYEMTKIDNLKRLKCNLPTNVNTSIKKLVAKLFKYKNHNF
AIPLARSLIQELDYDQIEPDVKGQMKNFNDIVIFSHMIHEEKDVEQIIQLTRAVTVQTHEETDNVLINARQVLGNMGLAL
EDCRLCRESLPMLGSETERSKFILLGWGAQHTCDYWHISDKVCFIRSKLDPRTIIEKIDIEQFDVSLGAMIALGAEIFDS
EITGYIKVKGETKLAIECDVDLQRNSQACFKVDAPRFPIDNGLINQMSEFVNAIDMNTEDPSKGISNCVILSFMTKMFDA
VADKESFAKKFRKLATLVKTYNGKKVPNFSNSKYSFIIRQQLNKFVKTKSYPDRFVPLTHCVLCDKSGLRGRPETTSFFV
HTKQIDNTHFLKISFAQMKTQLKYIGFISEDWDCTVLSLLDRNIYMDKKFVPYNGSTSEIRLWMDGSFLCFGNVKVDSGE
AKKRWVFVITVCDDSLINYEYENKDNSLQAVEVPPKQHNFDISQIFPKVCVGMQAKIEGHSNLIVNKLEDPFLYIVEGCN
FEIMSSVSYHIPAHQITTQYTPFDSVMNCAETQNQIGIKPQLINDILETCQNYFISMIQTLVPYYTQEINSDMALSLITK
LTDTSSQAELNRIKEMINGKEEEIRAKLEETVMEGDRNSSFTVCRDINQLYSSQYGSAQIGLFQAWNHSLFYRKTFLNGL
ELFSKYKKVCLGFIPMILREFKFELPSDLNSAKMILNFFNSPANEAYFNHMTASDCTDYFNKLVTFVFERDPQTIVTKQA
HSSLINRCAESLIPNLFELGKNAGNKEKRMPPLLLFSDKGAKFSKSVYKHNNFYPVEILLPNGQTKILQSSSRYEENKGY
RYHFGTNGNQVLNDWKAFVNADFSDIYKPLLVDYMLKNKITDKKIGNYPPIVVYFACIGLSLLTEVDDDYFDYFTREMDP



IFNMVDSNLKVGWLNNFEDWAEAGLIGYLYIDIKKTHSQGVPYDSPDLIRVIDYLARDEAHFPSNLIAFKDKQNKMIYFV
KYANSTGQDVGGMFRDSFFIMVNELMDVNIRYFIKPPNTLHCEREKLVPAPNMPLKVASTIGSLLSSAIATKYTQKAWNI
PRFIWDSFVTDANLSDLVDCDDPNYFRNLEKIVNAMREGFWKVIPLDYVRNFSGRFIEGLSCGKKAEMDLNTFLNYFTPD
SVITSVWPVFMEAISTFTSDELSKLMAFITGNDTPKLDRDFSMKLTELSNDDVEQDENRFLLPKAHTCFNKIDIMPFTNA
EILREKLTKCITYRSDFEDEESPCRII                                                     
>Tvag_XP_001317166                                                              
MGNETSQVQPNEEVNPQFEESYFHSYLTFTREEMGEEQEIFNLPKEALINLLLFSPEHIEDKRRIIQYILNSPTKEIIDT
SYLNPYYEMYYKSKELTNTRIKTDTAPKIKMEPGNESSILIDVITTLFSSVFSIDYDIIPAKNALDIIKSIPNTPKMLPP
YLDFKLQGPHYSGLLTQQQVYPKGITSNGSFLFILHPDSNLTVFPLLDNGALLDPFTVTLNLIPSTYPSLFATKDQVIVK
SFTNHYQFSIKRILERPKSTVRGKELQNFNQNVIATDGAVYVSLSPDKTVRVFDIQTNKLINEVLLVQGNAPLHPERPDL
LDDNFIFKSIVETNGSFLSFYVTLDNNQVLCRQFSLINGNHTGDIVFEQENNIMALNLNIIHKMHYSVKNTGSQLVVESF
KYEGVDDPFIFGLKVPIIMDLSGLDQQLLFYVNLILLSSIGPQIPAELKLKNVDEYIILLSNIMNLMGQDSKNPKVLITL
QTFILIASLHSEMFLNSQKINKTLESILINLPKKINDEITLSLVSLLFTKCFDRFMTNNILNTIISAVDVAKGALFDRLI
SDISRSKFLCFLSMTENNVISLQLLKSDNHDISSSNLMRFFYLQQRVLVREVARELENDTFSSLKIFQSKTKSVTVLDFF
GEYSSVIINSFINSLNNFIAFEDLQKSSIFKLVSNFLSLLSGISDYHSISQIILPLLSMLTISLSNFFKTYQIDIMGPAK
EFLLLISFLFGLFSSTLVRGGDVSDFEERNIFLIVENSYLMDDEQTLISYLNFDKNSNKNSKMNEIYKFWKPQINKKLRD
DAKEIDSFCLTVFVKHIKGAVEEMEKSIEKQKVSDPFRVVLENIFKIRNFFMQQKRENQSLDEFDQKLSLLINLKSDFSD
KSNIEDCCKSITDFLISKDPAKSLIYFITNQKIRVTLTSIGFALLQDIFSKNLDNLFYTTIAIVLSKIEDFDNLSKILSH
SKKSISFLISFIKSAMEMKYVMPIMPLIIKLFKSKVIPDEEIGKITTSQFLAVLNSETILEQEIAVVYDFINLIPQSLAV
LTEKLTHNPLNSHLSLFSIYIEKSYNCPTDLYDKFLDFVLNCDDSQSMIARKCLFNATKFAKIENDKFKSDLMRIITFIG
ENLLNSKNLIKCSELVNFLRQILKDSGEKSTILRKIIMSTTLKTNIKQIATVLAILGGSIETIRPFNQCQMKTDASTSQD
IIIYSNDTFINLPINETAKIEDLPKSDVLAVSEVPFDILDYPDFDFILDFSNLVIKSENSVLTVIYLNCLSKFAENEDFC
KSLSNRISLTKFISKYISTFDNMDVFIEKYSKLSKYRPLNTFRGFEILMKKNQCTYLSKPLSKTAKVKLLIESEDNFVGC
IGIIDSHDYKCKTNNLILLPQYITAPIDRGVEQKMPAKYIIVEVDFSQKTFTVNGSFVPWISDATKFHRIIVYPTKQSKI
ISMNLMADDSCYAKTFPINTDVVGISDLDDNKRRKLFSMPAHVQQNRKELKESLEARTITRFSNLITTKYEEIGINPPPL
GCIDPKEADEMTENLRNLMNEQILFELRCQISSIVLTKMISYVGDEAILVEASIRLFSILLCQLEQFSLNLLHEIKFPFD
LNITVLTPNIPSNLLMQDMTEYGLSCIRKISSSRDFFPNIQKYIERLVGEPKTHLLTDTKKDVDLLIPAFKDDTFFVPHG
SNYYVGYSIFNKDPSFGLDSVYVYTPCVASEDSLIQVPATSLTNPMFMLKIDPNTTSWIFGTDFEILLLLRTLFLIGFNK
YNPLFIRSKIIELTVVNSPMTSRHVPELLNTLCNNIIKSDNYTTEYMKLLYLLISFVNTLETNHKNFDAILTFTDQEVMK
MAESNSELSQYFPEFGLTNEPVKGDKTVTITNLPNFKLDGNKAQMRHLFNVMTTVAVRTDTIDGFPFFVLIPYWFALDYL
LGNSKTTEIIVDKISPASVSIYCTCKLELSFKQRTQEDNAILIVDQSNDSQLFRQYNFPMIIEVREKITVVILSDDDNRI
LKIDDLVYKEIKEDVKLNQRPIPKKIDFVPDQIRNEFVNDMKLLRTKWNASETINLLQSFPEDLLSAKDFFEIAKLAFET
SLMKIYPPKVVLLQSFMIHVINYVYLNNNDVTLQRNIIHYISPSKQAQVFLNEIKISESSPDFTINRRKARQVVLSNSGD
CRNTIIHQFSEFVDTHSTSSLRGRGRPWRVHFTDESAIDAGGPSREAFNEIAISIFQSQSKLFILSPNGRNHSGGMRDVY
IPFSSLRPFTSRSLFYAVGVFIGIVIRNGYFQDFPFAPFVWKYLANEPLDKNDILCLDEHFANMANSLVTINEHDFNKTY
ANMKWAVTDWDDSTNWLKSKDQIVGYNDIKNYLNMCVGARINSVKANLENMKRGFYDNLGFSNPSIFNSNLISYLAQGSR
TVTTQAFKSITSMLAPTNQQERYFWEAVDRMTNEQRSLLLKFATTMTRIPNPAINLGFKLFVNFEAQLSDSSLPKASTCF
NRLYLPLYSSSEVMYNKLVTAIEFCDTMENS                                                 
>Tvag_XP_001584527                                                              
MPMPVESSEPNEVTESINKLSLKFDALSLQNFQIADQIEFFKNFYECCNNNLNNLRAKTIAALDNSNLLDKIEIYLENQF
NEESYSYIFQTLALIAGSLQQDSALLVRKFKIATLISKFEKCSVETRKFILNVVAAACPHAGTSKNASANQIEKSIVGEL
CRLFTTPDHKYDENDFLHICIILNYLANFESLAQSIIDSESIPNLSCKDEHLHLQAVDSQLDLLISLIPQYGFPDSFYKK
NICSSEKLQLVGYSEFSDIIRPILIQYFESNLLLSYSIRKILYLLAFVSKYKPLKWNENYSKILNQILNLPSANTLAPYI
LLLLLNVEDPNVILNTDFIEKLKAFQINNKWYAKRIKFLSKSTTDKEYKTIDDFRDIDKHNITYDVVLKLLKVLKNTKPF
DATQDDFYSKITNTIRALISNFVQLSPSEGKFVFLRLGSQLSFNLTLIGPEDAFQTSMLINQDIGAMIFYYIFQSGVENL
NSLQDKLSKSEYGSVMKFPPVTSPDDMTTISGLLSKISNVFYDIKGVADYTVYLIDYKNERHNFAPNEQFFRSIISTVRQ
PCDAINNDIVMIIEEGKSEPTKLQIPKVLWENQIFTKIVELASEYFRVTGIRIIEEELNKRCYESLANLVFSFAFHSSET
RAMYHCPFLFSFETRYAYLRTVFMDYENYYDFILRNFENKPKGFRPYLRTQITPHRDNIYEDGLKILRNCGQGTLIWDTE
FDVATGQGPMSEFMQLLAQAFANDKEMWMENKENGLFPKSNVTKNFWEFGILCARAILLNSPIDIPLSDAFFALVRGDEV
DISQYDEQVATSLSDKDSLIGLSYDMLGGPDKEITEENVDDFINFARNLSDSCKESCREFQKGFSTVIQAEALSLFTPKE
LSKLVCGESFEFTLEDFEKYVNITRNANEAMRTMLGEVLLEFSSEQRMKFIQFATGCNKLPIGGLANLNPRLELQLKFDE
EDTLPTVSTCGRFLKMPRYSSKEIMKEKIAKALDFCGNYYAFS                                     
>Tvag_XP_001583593                                                              
MQQKDKIQFQDLINKIPILEEYLQLKDGAILDDFFSILCTSSEDEDLKQTIYEFIKNLRSVDINYISFTSLSFIFQTILN
LVKKYPDIIIESGVKDVFKMFTNQRIINPNDFLSRFYNTLLNQEKLPLVDIHELLLNPITKPSDSEDKEIRDKFNKLLDF
LLTTIQNEMTGREYDAEKAYPNLNVKISINESKEILSKFPYNSDLSSVVFKYLTTKKLINHSILQDTWEKHCKDIVDYPK
SETGVAIPRITNILHETGVIPKFFIYLNEKKVPFTQYDTLLEAVFALNEDCNDIHLKLKPAKDNEKYIRTEPIGVSDPFL
AAVHFKIREYYYKTKKYLINEKLDTFARDKIEKNVKSTICSLHPISRLIYQYPFLFSYDTRYSFLNIKYISVDHALSEKG
SEYKASIIVRKDKIFEDGLKILKHCGPGTLNWDCKFYGEAGIGSGPSREFIFSLTNEFLQRDQTFRKYEMGYMPIHGAKN
MKEFGILIAKTIIMQATINDAFCDAFFKLLCGERFDWTEIDKSYANMFNNPEKLIGCDLATFNLGDGDITEENCQYVLEQ
FKVENYFKYVLEDFIQGFGTVMAPSALKLFSSEELKQIICGNNKYNYTIEDLRESIDCSQGVTPNIQKWLFEILAEFDQE
TFQNFLKFVTGSQKFPQNDLKKLNPKISLDKGDQNLEAFPTAKTCMRRIKIPDYPTKEILREKLLYAISNIDNMQFGYD 



>Tvag_XP_001583488                                                              
MSFPEDVVLLYTLLIHRFNYIWFNFKKIIPETFLNSFMDFLSVADTTKDFLQQVAVSNFIAQVAPDIKLDRRSAQFLVLN
GEGDVRKSIIAQFTRQISKLSPSRLQLREKPWHVSFVGESAIDAGGPRKELFIELANSIFQPTSHLFIQSPNGRNHCGSF
RDAYVPSTTLGKDSYDQYKAIGTFLGIIIRNGFPQDIPFAPFIWKHLAGELLQENDIMMVDEQVKTLFDRLRQSKNDLDF
TSRFQQKWTYISWTGEIVNLPSQHHTDYVTGESVEQFIDEFVQARINEISQYLDLIRSGFAINIGFETHPMMNATLIALL
VQGSNVITTAQLRQITTFDGFNKSNEYVISNYWAAVDRMSNEQRSLLLKFVTTLTRFPNKELNPTFHIQIKSSGGTEDRL
PHAQTCFCRLHLPNYTTPDIAYNKISLAIEICTTMENM                                          
>Tvag_XP_001583251                                                              
MILRAFEKEIPSNLSDAKMVLEFFNTPNFDSYFRDMDKMNIRDYFNRLVIFIFERKPDTIVKKQNHSELINECAKTYIPS
LWELGQDSSNCERRMPLLLLYSDEGASFNKFVSTGSIYYPIEILLTNGKTEILPKGKCPNPYQCKGYRYHFGADGNQVLE
DWRNYKLKDFRELYNLLLVQYILKNKIAESQIGDYPAIVLYFVNIGLSNIKELPDDLFDYQGQDAQKLYDYVKRTISGDN
RNCIFLKIEIKYTIARGENINSPNFKTIFGYLMDSGFPQRLYSDEIIYHADYTDEKGVDVGGLFRDSFYFIVEELMNLNL
KYFTNKPISLLCESDCLVPSITLSPRQAETIGALISSAIATQNCHRKWKIPLFIWNSFVTDAKFSALVDCNDGDYFNELE
KVVTNMRNGFWKVLPLQEVSNLSGRFLKGLACGKEGALDYNSFINLFDERTKSLSIWNTFKQAISNFTSEQFCKLLQFIT
GIDTPSMKSGYFLKLCEVPTNLKNEEEYLLPFAHTCFLQLDIMPYKSADLLRQKLIVCINNYSTMTG             
>Tvag_XP_001583247                                                              
MGVNCCKQXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXYKKSCLGFIPMILRAFEKEIPSNLSDAKMVLEFFNTPN
FDSYFRDMDKMNIRDYFNRLLTFIFEREPDTIVKKQNHSVLINECAKTYIPSLWELGQDSSNCERRMPLLLLYSDEGASF
NKFVSTGSIYYPIEILLTNGKTEILPKGKCPNPYQCKGYRYHFGADGNQVLEDWRNYKLKDFRELYNLLLVQYILKNKIA
ESQIGDYPAIVLYFVNIGLSNIKELPDDLFDYQGQDAQKLYDYVKRTIANHRSEEPYLEIDMEHTIARGESPNSPYLNKI
FEYLVKSKFPTKLYSMSRIFKVKYIGEFSIDASGLFKDSFCHMVEELMNLKLGYFSIKHNSLLCESECLVPSITLSPRQA
ETIGALISSAIATQNCHKKWKIPLFIWNSFVTDAKLSALVDCSDDDYFNKLENVVTNMRNGFWKVLPLQEVSNLSGRFLK
GLACGKEGALDYNSFINLFNLDSKILPIWNTFTAAISNFTSEQFSKLLEFITGNCTLPINNSPIIELDLIETDEYDESKY
NLPCAHICFNRLSIMPYRDINLLREKLIICITYSSIFED                                         
>Tvag_XP_001583176                                                              
MSYDDIFVQYYYQITHGCESVNCKNPYCMSCSSFHHPENPTLLAVNLAENHFSKDNLCSSLSYLITEPRIMLPLARAQGF
FNQYITDQKISDENAQGLESVLSDDKAFPYIFLSDDSELEQDDLLISDSLIVSFIKMHQRQPNYFIEYESKFTPVLKKIL
LDKSDTLRNVRAHIMLFLFPELISNSIADISRSIAEFSTEKLNVFIESMIRIPNMFKHMVELTKSALDIACDQKVKPHSA
ILHSLTSFIEILAYVNSQLPMQLTQSKFFSEKLCSIISPEMEFQLIKDGNFSYLSTPSVLTHIFRANLISKETAFMNFLN
NNRKRTISIRRSHVLEDALNSFSKLSQHELHEQISIQFEGEKGVDDGGVFKELVYILTNELIKPDLKLFQETKTGYWFVP
GGDQKLLKLFGIIVGLAITNQLILPVRFPKIFYKKFARTQVTINDFEQYDPSIAQSFKMLRNIAKSGGDVKDAEINFVFT
KSDKGEVELKEGGSNIVVDNDSVEEYIRLYIDYVANKSIEKEFEAFFSGYNDVCDIPIVSLLSSRDLELCVSGEETYNWI
ELQQSAGYNGYDKSSKSVQYLWEIFMKMDETKKKAFLRFVTGSDRAPMGGLKKVIIYIHYSGDTNLLPTAHTCKSILVLP
DYQDKEKLEKAMNICIENAEGLFLI                                                       
>Tvag_XP_001579502                                                              
MSEDIDSTNPELEALYDYFNNHNIKVGGPQNIKDWAAAGEIGHLKIDITKTHFHGVNYESPELIKIIDYLAKEESHFPSN
FVAFRTKENKFIYYAEYEGSTGPDIGGVFRDSYFLMVEELMDIKIKYFVKPPSTLHCESDRLIPAPNMPAKVASTIGSLI
ASAIATQNPHKAWNLPRFIWQSFVTDVDISNLVHCDDQNYFNDLKTLVNLMRSGFWKVIPLIKVHNFSGEFIEGLARGQG
KDLDIDSFLSYFTPKSKNTKVWPVFVQAVAPFTSQELSKLMRFITGNETPKITKGFHLELTVKETDHQDENNFWLPVTHT
CFNSIEIMPYKTAKLLSDKLKFCISVEDELF                                                 
>Tvag_XP_001579091                                                              
MSQLLGTLTLCHDKDPSFLHLLPWIALYCKPTAKTNMQILAFDCLAQLTRIYGIECVHNFNDLALGFSIEYSFLDSNRQL
IEASYNFIIQAFMTLNTGKPQDKIKIIAKLIQLPKKSLFKYFTLADINIQRHLLKTMITFLNNFIGSSYFEVTQQVVNLF
TAEDEVVRELAIKVYDTIMKFLSVNEKLILTTKNLTLQLYSCRDYDLFATILMRLMNLFKCKELFEEFQKMEVNFPKILY
NLDNSLNPDRSPLKVMVEFIKNIAEIDKSESKKILSNTFSKLVLHPAILSSIVENLHDFLTIDFISQYLDYFIKLLHKRE
SMDTIIQIMSNYKRDLIPPDLISALNSENEKNENKKYTKFAELNGILTKVTHIETIATMETFSSLIENLNPYEYLVSGNC
ETITKFINSQTSSLPDLTAQRIIESCFQAIKYLDLPKPVDPVPGKDIRTLLNSMMQINVEFEGKTFSFKGFSDGFFTELE
GFINITEKEVNPNEIAQILRRHQEGFPNNIHINDENLKHSLYTYLMLSQQILKHPKSQFYNFSIGKQILTSQNSILRAVI
SSLPQPRNFQKTVATVKLIPIQNFDNTIEQPTKYYQCSLIEGLINLLDAVYAKNPQCEFVNSGFNVLVKNLIKLSPSGAV
TWCSYPVWLVKNRPYLFNLDIRHLSAYLLYSMLPLSACAFATHFRTPIPKIRCATPRVDIKRSAILSDGLNVINFLRSQN
ICPNYYLDGSPSSVNEFLWNYSREFFNVKLAEHQIIEVDGYILPQPTAPDSFYLHFGILLGKAVSSLSCLARPIHPDFFA
LLKNKLNTDKENIVTQTLTNDKMPAKMKLFSESFGRVISIFVLDIFSPKEITDMLHGKVESFDADQDLKTFNFYIQDKND
IPAFCSSYKSFEIKEREKFLTKIVGAPQIPFGNMSFLYPPISIKIGIYNAINLRGRVMQIVTGSTPDILSTFLKNLY   
>Tvag_XP_001329592                                                              
MSDEGDANIDKYYQLYLAQLTSGCDSLTCTSRHCRSSPNFEHRDKQLQIIALELAEDDSEHLCKHLSPLLTNPKNIEFLA
KDAISFQKLIRQQHLSDEDLNNIQLSFTHVDIFCHILLGDDGIITPNNLLFDDSMIDDFYKGIKRNPKILSEYKDFPQLI
DMILAKPPSLTKIRGIILLLLLYGVHTCKNYINIYHTVAAFQQIEIYVLFAALSNHPLLLSHILETTHAFIRKYLIDNPD
EHPHSTSMHVIAAVMQMFYTANLNFDVPLPSNVFYNEKFCDKLDPRCEAELINITSFSYIIMPAILSLTFKTRTIEQERV
LKSIVGNFGRRNLDIRVRRDKILEDAFMQLRNSRSLPFELPIKIHFEGETGKDDGGLSREFFGLISQQMIDPSFSMFTVV
NGSYHWFNIMFKGDPGYFKFVGTIVGLAAVNSYNLNVQFPSLLFKKLVGKKLILDDLAEIDPAFVQQVKTFDGDWAEWGL
SFEVSVQDIDGTLKSIELKKGGSDIALTNDNYKEYIQLYMEYYMITSIEIPYQYFERGFKEVVENNDKMKASETLKCLSY
DELQELVCGSQKFDWSEFKRNVKYSGQYTPTSKTIQMFWKIFEEFDEKQKRNLLTFITSLTVAPVGGLKNVPITIEYSGE



VAKFPSSHTCNLLFVLPDYKDEQKLRDNLLICLQNTEGFGAI                                      
>Tvag_XP_001329128                                                              
MNEDIDYTNPDLIALYDYFNDDKNIKVGWLNDFRDWAETGQIGHLKIDITKTHSHGIDYDSPELIKIIDYLAKEEAHFPS
KIIAFRVKEKRLMYYTEYEGSTGQDVGGLFRDSYFHMVNELMDVNIKYFTKPPRTLHCERDRLVPALNLPVRIASTIGSL
IASAIATQNPHKAWNLPRFIWESFVTDLDISHFVDCDDQNYFNNLKKIVNFMRSGFWKVIPLDKVHNFSGRFIERLACGS
KKELDINSFLAYFNPPSRNARVWPVFVQAISTFTSQELSKLMGYITGNETPKDTKDFCLKLDDKSTSLQDENQFSLPFAH
TCFNLIHIMPYKTAELLRCKLKICISLQSEFEE                                               
>Tvag_XP_001328301                                                              
MIQYKLSKTVGTENVTRFKKQYVFGYPCNDNQFECSPYTVYLPIGSYQIEALGARGSYASWKEGPSYPGYGFLTVIPLEY
MKTLTQDIIEELLCGDNEISAYQLASILHFKGNYTLHNRMFIKCIEEMTNKERISLIRFITGFTSKPDKITVYFIDDGRE
HDMINGLLPYAHTCFKSIDMFLYTSYEVMLSKLRTAIEYGSFISDGVFNFAAYMGDINLNSD                  
>Tvag_XP_001328088                                                              
MEGPQIINLLLTGTNHYEILENVNLMLLDPQSAQIAFRNCQPEAIFTILYQNISSKVYNDNCVQLAIRIISNVIQNLTSS
ISFFKDSSHIIDTINLFLETKSSELRIDIAQILEIISIRIPYALCSLAQRYLQTFVEQLMTPDENLVHKSITRVIKNILN
FNQYSLNFSDSTFILLVNYTNQNIEGEVRANLVSILKIIAKKDRFTTESYNKLIYMIRKTNDSLLIQNMIKYLKYQLKIN
QEQFINIKFPYKELLIDNAMLSKSSDIQKSVIQFINWILEIPLDKLSTINDKIREIQNVLMHVLCYNPLHPLITFKTLGM
TLQIRLLDISKEFIAALYNYSNYIPYCGFVAYICHWCYTNPEIYYSCIYINAMNTYFSGPTPVGSLKISQETINLFSKQP
KVDVPDTLNEIYELFRDRKVHSASFMYKDFLNKSINLVKTDNSFTNYKEFSNLLLELLGYVCFDRVSMWEINSYQFLEFL
STERSAIYKSDDGGLWEISYKPYESCLTIFGKVINYLQPMTEEEKRKIIGSKIWSTLRYENVEDMQNGLQRFIQALVDAK
PLSLFVNNKLIYNVFTTYMVDVLMDQSKSPLEMETTRINFNLQKESKSDMTEITNVTFYEKINPNLQNLLDLLKIINEKE
KIQQNEKVEEFVRKVENQMKFVGHTIPKFNSSINIVYNYSFLFPLNLRLLVLRLILNQPFDKLVSFNNYYKMTDNQNIFV
LDSALKMVFERNNLFQKVKEISFLFENPLPIDIQFEGEQGSGRGPTKEFFQVFFKEIALSKQFRMIKSGYFPSPFSDSDE
FYLIGVFSAKMILMDSICGLTLSKFFLKMVFDENVTISDTDSDILENLSNKDYYLGLDVPYCFPGIMDAKLNEKYEIITS
ENIDDYVNDVKSHILSQNVLDSVQKFKEGFCKVFDIQIMKNLFSAEEFSDILCGEETQQITTDKLNQYCIVELGYSKESN
QFKWLCEFVESLKEKTKLFVKFVTGNDLLPIGGISALNPQIRVIKMDEDIPDKYFPSASTCSNLLKIPEYSSKEVFFAKM
MDALYMGNERFDLV                                                                  
>Tvag_XP_001327135                                                              
MGQLPSYPKPDPITPSKLEDFLRSSVVGGYIEQHFAKLARTNLKSEREIYENVTNKMIQYITNNKGTQSIKQLLLQSIIS
TLSDKFNQENEYNNIFSHLDNEINRVINSESDISECLVQDNFKISPIANTYSMALQIFNEIKPSTDFAEEFINALHEICD
ENVNYNQINPDIFLSIERHYRQIFSQPEFSGKIVNAIATSCLQNKIDLTGYLVLLYHLLQHQELSEHILSSLPQTLNDAD
EGNSTNNLSIRVRLGENSKITSVCSTNNTIYALASGNKLYSIDMNSKVVNQIIEDQFLENGTLCATNNLICATTPKESTF
ILLMEKQCDFKTAETVPNAVISCFSMQKTDLLVLTSDNQLYSCNEDNKTLLGHVDAKDPICMHNSNDILTIITKTETLIY
EIYPNLIYLKLLSRKVLDYQENIVSIDSKYYIALLAHRSYTEFIMIPRHDGPYVNTQDFSRELISQPYTNAFHESIRRII
NLMPLNYFVNEDNSKYFRISSFSYDYCITILNILLSITLPAQLSFSILHSVLSIVAGIVKHFDITEKQAKEIHSTLSSLA
ITKFASKQSIIFIMSYIMSTGFEKIYRKRIPEFISLIKTMSSDSTKISLLTNCIPIFLSSPAIVYIDQNCIKKIPEKMKY
SVQKKMIFYCAQEIEKGTEDAINALHSCLPSDLSNLIFFFSILSSKHIAQYSTVFLDQVFPIIKNLIDQIKPIVNEFTEE
EPLVRASPHPIRESVAFSWEVEINDAKAIEVKFDSRCCLIFGSTDFMKVSGQDGLVYQRNYLTKEPFPSKVLVNGSKAVL
TVHSHGGESVYGITAYFRGIGKDEKARKYHDIMSFYVAYLLHRTSLCFCEVFLPNQKDENMKHCDFLLNSRKLTLLPDGL
KQFVAPNVMDLLYQENKSQIKVKDDEKEIERMTISAVLNQLEIINIVLKMKSPHMMVTPPSTPKKTSKTPTLQKTMKNLT
IKNKASIILPISMSKKITNPLRQTQPNPLPKSDNFQMEEFISFMMKELYKMRSKIRYNRQKGAGSSYLNEVLKKSEHFSN
CRSVFEESKIVNDDRKNHCIDLMRLIGSDTPLNTIISYTNQYINKLSAQQSVSNFLAKFVTEIENKKFFGYLFYPLFTFL
LENGKTRFKTLVANNFYKVFAQIDSLKEFNELMMLSVLTEIIVFGSNSQRSKELMKMICASEKTHLERIFLEAFCSNLSY
SCFYDNYQILLENGFVSECLQCLSIFSQSFEMSEEILMSVSPYFAFKTPIELESFYLLLGNYFANKGFVNYSIPINDKIY
NYQDFFKLLLKNIGLRLTKSDMTIINIQKVPSESQDYLMGVLISFFRTLLLSKYANDLLVLFDNIIFDYSKTLSSKLEVI
AIFTIVGRGILPFSCGFCKVEDHPLKEVYRIAEITESEVTIYDNRSQEKRNFKKSKCFGSARISYSSQMFPATKFRANFI
MTQLLQPLNKSLLQSTIALFALDIVQNNEWLGMLSSVSDNKILDTAIKCTNEIYFHSIPELMQGCQEITKSAVLSKLVRQ
NKKLLIGDGFVKKSDKIEMIYKEGMEKIGFLGSLSTNEYQNATFIDFKQNSLYMYGNKFILYNHKFENGDKISMSLFDNS
KVTFWINDKEIEYDCNINDYKVTLFAVSIFDFDIKISQNQISQNQKSSSNSKFDEPVFFDDNFDDDDGFVQQIKSNYQQL
EQKQNIKIEKPISDDYLVAARKFFFTSNNQKIVNFTKPKDPYKVIYKGSKFYDMTGRLISQTDTTTKLEFVDKLFGEIET
EELPTIGVKPLLNYILPLFVSETIYNIIVIRCIRFICLHLQIYDNEKSSKLVQSLCSSIISTNYKIPNEKNFSSLLTYFQ
NCVKQIPDFIKQVLSINFEDNRQFYFTFNSPKIEKQRFVNDVTFNSNLTFGFYFDDEFKVTGTDYIRVNSGTKAFFIKES
SFGQGIEEQKNLQLKVSLFNRKSDGIRFSFCPIFKFGTYSNQNQKTFIVNLIYSLTELIGKSKISSETKQKELCLSLFDF
YSDLILSEDNVLSYAAYQNYWHISSTSNILDVSRPSEIWFGNHFSNLQNENSEFSRQFIFGLAMSCRCRMSIIPDLSTTT
SLARIEAYLESLQMNSNTMTENVLLLMSFLNSKASIPFLYDCYLYSTRHGNVTFQVTKQDETFVFSDTWSIKSIKSVDGS
SIPSDMAVEITKMNDFPNNNKLHIYAVKEEIPNLIIDFDIPQNIEIQKYIQLNDEMSKNWSKNFDKSIAELTGELKMISE
MDKLRLEEYPNAAVKEWRSYLILRLNMMLNKLVKTDLRSPTLRPLLHEISYAIEPQYKYKQIDHVARQNITEKPTLNFSR
TAAALVQTNPNSPHAISLFDQVISQVSPEKLSSLKNRNAPWIADLVGEGAIDAGGPGRDVFSEICQEMFLPFNKVFIQTP
RTRAQNQMCEFIPDPDSSEERLLYAGAFVALCFVTQSPQPLKLNFSVWKYLTGNEISDQDLLDMDPDFAASLNVTGQRPL
SIISLSGNKIDLIPFCDQNSVDSELYNQLAMEYRRNEFNFAMKSFRKGFEIIMEKSCRELLSPDQLKYIFCGPDEISAAQ
FISLLRYLTVADSASKEYFEWSILMMTSEERSMLLKFITGRVSIPVSGSGSNFAINVHLVKLQKTKPPYSLPTAATCSST
ITVPAYPSNEIMLECLRKALRYGSDFTLDTQLDATTRAFE                                        
>Tvag_XP_001325633                                                              



MGNSSSAGVKSKETNSINSATFSQPYFWQRSAGTPFIKVSDYITKSVKTNISPADLSYLLLGCCEQLNNIPQLLETIITE
QDNISSKNDSKDGEPDFLQILRSNYSYYVNNQEISTSIISSFQMYSNKMFMPWSFTPPRHGNKLVLPTLAQIFDSIDVAI
DSLNNKKIDLSPIEIVTNFFKLVSPPSAFPPPSKEFFPKNSTGLAISISTKFTATHGMASNGCFLFVLVSDGILQIFPLF
NHGTVTSPIIRQLNAKFGNDASLLVRDNILQIFYGKQVFSYSVDHILATETEIKGNVENTEKNYFAVLSDGITHCFVEQN
FVVNIYDSATNKQIRSVQLHSGNAPLSKDLRELFPAMADYHQIPMAMNGCFIGMLFRVQQFASLLRVFSLITGEHVLDDN
HSTNEQFYSIMTDMNTRSIWTIVGPRLSLKRYYFAGSIDPSLFSFSIVPHQLSKLKVGNCFKELTYTLQKNLIHLIGSQI
IPKSLLPDKDHFQQMHRLIGMISDFLSNNRKVSDKMAIYYKSMLQNMIIILDINLKAIELANKGKPDFINKLFELVTLLP
SEMRTFLFFNHLKLFMYNSDDNKISDFALTMMCSILEKLTNENIIHWALSRIAISGVLSTISINKYTTMKNLIPQSIKEP
PTKQIFTSLLILHQRSIISVALDTLKNDPFLPITVSAKYLDDQNPLHILGEYLNFVVSRFDSAISEVSSGDELTNSVIFI
VFKELVDGLSPLTIYHTVAQVATSLVHVLLTKIGEFITRIDFNTSDEGKMSELIKAFLFLFAQFASTLVKGGVLSVFEER
FVWLVRANIDIIDKYNLQRITEEDFEPLRYEKMNDFILGNFDVMSVIYKKFKPLQNKNLKENIKKLDRLSMAALSIHTEC
VKDLISLNETNTLTDTLKKCVEQMFRIRNTVRELIQNGRDDDVTIIIHRLRMLIRMKSDFNGFDNPSILLGDFVLCNTPP
ARIMQILSQQRSRIQTTLVGFNLIDSTYTMKIHPQYNTIISYALSRIERFDGLSSIIKMTPLTDMQKKQIESFFSRILSL
IKEDVNTDKWILVAYRFFRDIDMFDDVKRFFLEGILEAFTKNPTRFSLFALCFSLIPSITELPASLANIDNIQPIRYILL
SEALRFIDCPLELFERYDKMFWTIKSDFARLTCRTMFHMLSSSEIPDEIVQKTVANMIRYVGENTLLNQHIPFCNEMTWI
LRRMITTRHRACEMIKNTIHALTPSSDKYDICGALTVIGSYTEKLRPYCNVKYHLNRNSVFECIAIQQIVEDKNVFYYCF
HRPFIIMSQSTKIKMTPDTMIYAVPMIILDPKEFDFDFIISFFDYAFNSASKVTQSVYMQVLALFCNEPDFVQRLNGSQM
KKLVECPLPFSDISNTMSEIEKFGKMQTLPTIYGFSQMKYKDNEYTSYVSPQISEDAPPFTVTITTPPGQLKFYVGVISS
CVDKHHTRYSLVSIPDGQTYPIESYSQIILEPSQTSLTLTFNMPSALFKIGNSSYKFPDGRAFKIIVAMHKSIPFDVNVP
QAANVFERDSTPPQIQRGCIDFDEERPLFNIPSGCVNENLSHDIMKMKQLSLTVGRLPPDEKMMSNFILPPQFISIHIGF
TSEASEPLINEQIRGLYKQLTYQWSTIVLMRILLLKQELITSERLMMKLVSLLIVMLESFIPSEFELQKFPFSLANPIWD
RNAHTNLLYMGLEQESLKALKIFVQRSQFKSALCKGLQAMARSERMHLVARPCRSHHYFASPRKGNEPCSWRENPQNYQC
TSNCIVCPNDFHGYVHNSIRFRTYQSNQTFPTPAIIPLSNPPHVISFNGNNRREFSVFDINPMNNTWIYDTPFEMLLLLK
NFVFLAQSDEERSAAKRILLECYIIQSPFIYNYLPQFADLMQIQIPVTPFDDNEQYKQLLCIVAWMLQTRKDEEFVSQRF
HILYLHDQHVLTSPENKRISMYFPEFFTKKFEPCKDDKIMIPEAIIDPGAIHGNFPGYILMLRQFARQYKSLEGFPFWEI
LPMWFRISGSFKGQGDFIEPSLEITSPTTCHVSNPSGVELEIKFTKTGRLSHEMYIFRSPNAEFDNPVVICEHEIKNPIN
TKEKDLFFSIIGNHHDNWNNLKPSIISLSKKPLSKQTALSNIVPISSIKSRFMDDMQQFAVEWNSNDTEELISILPRISL
REPTFAAVENIAKSCSLCSKFSPTVVVLHALLIHHFNYIRCNYYKSIPQNLWNSMTSFLSAEDAADAMISMIYMCPEAAY
PTLTIDRHTAHRLVTNGNGDPMYSIISQLSRILRNIPPQRLCCKKKPWKVNFVGELAVDAGGPGRELLTEAAASIFEPTT
LLAIPVPNMRNHTGQYKDVYIPFDKTMCRSADFFTIGILLGIIIRTGLQQDIPFAPLVWKFIANERIGIDDIIAVDSGLA
DHFNHMRSVSEDSDFAIHYAFQWKVEDWDGTKVMLPGHDKSQIIQEEDVEQYIKESVDFRLNSIMPHLRDIRSGFRQNTG
FKHNSLMTGALLSRMAQGNGDISVLHLKQITTVSDFEDGIMNEYVQRFFRSVERLNKEQRKLLLKFITTLTRLPNSTLIP
DFKLKIDMKDCPKPDEMLPTASTCFNKLHLPKYSTDEICYQKLLIAIQYCQTMEEK                        
>Tvag_XP_001324931                                                              
MDEFNRTFKNTVNDMLIDQMTNLESSKLRFLVVALLHPLETESDIDFWKTIIKYITRSNANETLKQWFKNFDQDILQRIV
NSLLKFFDEPKANKLYTFNQDVARVLSIIYFANKERKSQILPVSSFIHKNFSNSLNPIQDLKNTSSYIENFSWFFDIEQK
TKFLDLKIEDFVNHLPNDTKDRQTFEIEVNPKEDNVLEKFKMKLTQKSDFVIFLPIVIRDGSGILDGGDLRNEFFSYIEK
ELISGDNPILKKCSNNYYWFNEDFNDIEMLKIIGTIFGCMIINHWHLGYSFPLFFYEKLLYDDPPEIVVMPDDKSSDDGI
IKSSLEHADSEEDINRHNENSESSDCTEFTNDEDNSSSSEKNGSEGEISESEKMSEKGKMQLDAFITGFRKIRENCILEC
FDPKELKQLMESSKVEKNEKYNF                                                         
>Tvag_XP_001324919                                                              
MTDYPWMFTEEAKMRYINEAIRKEQFNKEQQTFEIEVDLRNENIMKTVQTIFDPDNFNWKLKLPLVVRDCSGEIDAGGLQ
REFFRNVEIDSISKETPIFKECLNKYYWFNEDFNDYKMIEVIGTIFGCMIINHWPLSFSFPPPFYKKLLNPEYEFTYEDL
SSFINLPSHKANQICHEDFEENSTSSEYEDSDQIPQEFINEPERNNISSIEYSSDNEDKTEEFSGDIENYSINNEYNSYK
EEELIKKFNTHFESFLKGFKTMTNNFKLECLYPEELQRLIEGDFIDFDELENLTEYDQINRESHCVKCFWNVVHNRLSSS
DKRDLLIFITGSFKVPIGGMINIKICKSEASHCYPYSRTCFRELFIPDISNEDLMHDHILYSIKQK              
>Tvag_XP_001324632                                                              
MGPGISRASDVVFAKNEIFQRYTNNVFDVGLDEIAFSKEFTSKLFQERKTPSQIKVKLPGENLIVDIVSNPLLFTQAQTP
SEAFISVITPIFTSSEMTQSTMHHILSEFFTFLSTKPDNILIADEEVYNSLMHQQKNENEQLSKILMKHAERTPINIQEM
KSVVQNVTKFLNILQSTEISNYTFNPNYQEITNLLREQSAVPQILWGLTIGDSTAIIEGLSKILSLSSSKIDSKLKFKMS
NIENCIKHLSFSSTITLPFDSTIIGTVSIPQSKSQGMKPSSIISSDGRTIFLLGHHCTLHIIKLSDTFTNIESRFHKLDL
KIPKEERLNLSLCVSNGHIIINGPFLKHPKIIKIQSLQDIQDIKFSHKIHGRTVSDGHYMYFYHKKKIRILSLNKQNVHV
ERIIEPYFEGTTLLNPFSKELLPDPWEDTALFYASGTSLVFLVQIKNNGTKCDYFSRSFSLIDGKHLGDLVFSLKLPIVA
ITSDPWNNCLWAISPGPQNLFLVKLHKLGSKAEWLTGLNGEEFPTFSSVIKSIKKVKNIPTLVKASTRFLEYVTANSVGI
QLKTLLLTKYFNTDIAHFLIPCTEQMLTALVKCISAVCETINAKNDKRNLFKSNQNDVFLISLIGLLQLNLANICARNMA
DKIQRNTLNEIIDLLSSLYNNEKYSFAKQIISYTIGTSFPLLFSDYDPEKRANIFKTIIYQQNSDFIFYILRLLQKQRFF
IQCFTDKTCHEIISPLIEILISTPHKMTQSQNEMLVLFQRNLMISARKLYTDFPKSIPEDKKFLQNILFEYCKMMSERFA
KVIDDVMAQYNENSLKFSNFVQLFRKWLLLLQPLSKFSRISCKIVYFLQPIFVKTSELIKIANLNNVYNNDHSSFVFLYS
LFFEIFTIIIEFVIALINGGNELNNADNYLWLVRGTLETNITLESFPQKYDLIFSPKSSDESRKELIQIGLEDDPEKVKF
LLTSLDPQYILENENLIISIFNRQNKAIAKHKHNDIMLNDILFLFAAAKQLDLLDELIVFSAAKKENRESQMTLKFKELT
HAVNELHRTQYQIKQSLIAGSEEELSKKLSDIRHKIVFLLMISPLSKTQDKDILNVFHKFINDDFTIEHSLQMISDIQRV
KENITLGIDIIADILNRNLNIDFVSFMLDKIIRSESFMKYVSFIGSMKLDKDRNGFGNIFKLLDLLRKIMPSVDSPVVLN



LMIVFYSNLLMMVGKYNPSSILEPISELFDLLLSKNISIEETSLESYIAILACNMFAIIHDSENKISKEDSEILLKKLFK
EKILNISKLSLARLCLRSGMILPYKEKMILHFIKHIQPAVFHNAFSFLFEYIKSSNKKMELVSWLLCEISAIASGGRPQI
MRDFTPLAEIQENTKMVKTPGILMIACAAMIRVIRFCITAKTEAAEIVHSIFTFILQYNNCNGFNINVPEEMKQFTDKRY
LFGVFAVLSNSISIPNVFSLIKDNSTNVVYYLTDIDPKNQQYFGWQTPITPNNHIETIPYSPSIVPKSVIPFTPDMYPDY
EHLMPFFTRALNEDPDSYFTEALNFYILQSLKEYITDHKFLLSFMETGTKFQIKKFSLHNYSKDFIRILSAHLSSNSLGF
LQQPSFRPHLLYCAMTGVPDNKLVNVTDNHLFTYKGAHCFLSDPLSPENSTYLHLDFHKKSAFHVGIHMFSLHYSSSQTF
MLSSNGSALYNGLPIDTVPSIYGFNDVTLCYEPSACTLSIYDHNTHIFTFKIPSGAASFLIHTFGSVEVSYSINNIGPKM
IESTVSAKICSNIPTGKNIFTRNKRTKGNVKDLVNKLPFQQSNPLKIKLTKPKLQRLTEDPNSFFFTYDARTQPIISYPA
ELLKNCRTELNLENVDKFKKQILTYPSECFTHTSNAGTPSKIPVCQYCSAFNRCSISTFPLDFKPVFINDNTGEVTEVEG
VQTTNITLFQPIHTITYPCLPSEILNFFTTGYVYETRKDIQTHIFLQALSIVNFPKSKAIEIFDLEMPNLLEIVLMLAMH
IEPINPDIIAKKDCPINFTIDATSPNYHITGPKYVFKQGINVIYQYVEESELIPIFAHIWKSFLLQQFTNFYMHFIRPLQ
PNAVITQISALTETRTIIKPSAIGYIVFRAGFNSDGSLKVADKEGRETILTKGLVYVEGFVVKISRIDATGDGVICLPVN
PGTNETFFGSFFELVLSLKYFTYYITRYSNFIEISDLHDFRAMIYTNFIDSYIANSPFFSSFGPNILEFLCDICPLISID
LVGDLVVHLSLLSIYTNKKNHPIMTFLTDQQTQFREKIYIPLKKNFPEFLTPAELSEYESIELTDWEMPKIQFPLYLENS
SEKVNEFASQLVRLCKPITKKLTGFPFHLFLNQWAIATTKFIPYEITRLTDKTISVTISAKLNEHCIIKLYGNSTFNKYG
KIFDPPASNNIFMGNNCKIIFSENIDKLQDMKFILVAEGFTESDLKEFVIQNREMFINDVRTIFAIFDYKYDKDIFEMVS
LSKFAEQNFKLDINPEILAQSMIPYPTHIIYLRGLLLFSVCWMIYHNIFNCPENFIKYLCHFMPKELKVKRFMELIDAES
NDDSIQLNFNRIGALEVWDGVFKDINCSILYQFHKKYQENVPKNFRKRGDSPFCVVFQDEKGKDSGGISKELILDAINES
IIPSIGLFIQCPNSKFPNSENFDCLIPVPDPNNMHSEDMYKMLGVLFGISTRCGLTKPLPFPDFFWKYIAQGILTIEDIY
SIDTPYKELMISLENNIQNITDEKVFSSRFSLFFVVKDSLGQERPLSEYGRTRPVTLQNVREYISLSKDFRIKELKSNLD
IIRQGYWENLGLKPPPFVTGDIIRSCCSPPNELTAEAILSVTEFDHGLPKELKDLFIEILNEMNKSQLSLLLKFATAREN
LPFNPPSKPLLNICYMNDSAWRDGLPKARTCFGEFDMPIYTSKEIAKKKILLAIEISGTFENN                 
>Tvag_XP_001324158                                                              
MADAPEPVNFIQDKSLEMLLDSYAIQLSLSDYSTLPRYPRYLYAKYFADEIKDLITLDCSKTFKDVKPNTILTFHSTECD
GRVYIKDGNVAILPFVPQLSYKVQSSQFRIEILGPTGKKFKFFMVTKLPVGKSLPINFRQIILSAEQNYNFNNDIRICQS
LQRNIECSDFYGTDKRLLHMRTEFIRKFSVLKEKFDFHLECSIFEGYQAFIDKCRDKLQTMVYDLCHDLRHDFNLYFSRN
EANKKHFRMGGKGYIEQLYSIMKSKGIKPEMLGVFLRYFRVNFVGEGGVDAGGPRREAYDNLMAEIIDSDEYFVRSPKSK
EMGSVVKIPSLTARPEYISLVGSLVASTFLNGVRFPFRFEKYIWKSLFGYPITASDAMSIDSELMSTVNSLRCGYKGVVR
MKSLSGESLKAWEITEETEEEKVQSILDEIISQRIKEMNNGFAPFKDGFLTVIPFKYLKILSPDVIEELLCGDNEITAYQ
LTSILRFRGNYPLHYTMFTRCIEEMTNKERISLVKFITGNTTKPDSITVHFYDDGREHDMKNGLLPYAHTCFKSIDMYLY
TSYEVMLSKLRTAIEHGSLISDGKFDFSAYVGGSGN                                            
>Tvag_XP_001321700                                                              
MIVWDYLAKGTIDIEHIYEIDQNFKVLIDSLYECVKSNIDQNVFQRQYNLKFVINNIAGEECPLLPNGRNIRVTTENIRK
FIILAKEFRINELTKILKMMRDGFLENLNFTPPAYVNGYTLQYAACGERDIPTDKFISMLKFSGQNHTNINWLINVVQRF
NSEERTALYKFITGRTRLPVGEDPPSLTIDNAHTLDMMPTASTCFDQLHLPAYSSPDKMYTLVRAAVLFTDSMEMH    
>Tvag_XP_001321446                                                              
MFTPWNFCLPKSGGKIATPTFSQILDSIEESISSLSNSKVNLNNINTVVNYFQAVTAPSALPPPSKEFFPKNSSGHSVNL
STKFTAYHGMASNGKFIFLLVAEGQLQIFPLFNHGALTNPLIRQLNSKFGTECSLLVVNENLHVYFGKQVYIYSIAQILS
NTEELVPRIENVEKNYIAIVSNGITHACVESNFLIHLYQTATNKLIRSVQLKAGNNTLSKELKDLFPTTDYHQIPMIING
PFIGFFYRVQPTMTLLRVFSLITGEHILDDNYSCTEQFYTLMNDIYSQSIWAVVGPRLCLKRFYFAGSYDPQLFAVDYVP
ANPSKVKLSNCFIQFAGALQKNLIHLIGSQIIPKTLLPEKDHFAQTERLIDMLMSFLATTNGMKMKEKIAKYKDVMVQNM
VIILDLNLKGIELADSKQPTIVNKVFDVMTFLQPELRTFLFFNHLKFFMFAENEEEVSDFALSMMCSFLEKLTSDELIHW
ALSKVASSRILQQVTMMRDNALKSLIPTSTKIPPPKPIFSSLLVIHQHAMIRIAHEKLKNDPFLPLTVPDNELNPTNPLH
NLGVYLNFIIQRLDSAISEVESAEELANSVIFRLFKNLVDCICCLTRFHTVAQLVTKLFHVLLAKIGQFFARIEFNAEND
SNPLSDLIRVFLFLFSQFAATLVKGGVLSVFEERFIWLVRANISIVDKYNLQTITQEEFEPLENPKINEFLEGKIDVMTL
LYKKFKPLQNKNLKENIKKLDRLSVIAFAIHTNAVDDLLSLSEDKTISGLLRKCIEQMFRIRNTVRELIQNGKEEEVKVI
EERIRMLIRMKSNFDGIENPSLLLGDFVLCDTTPSRIMKILAQQRSRIQTTLVGFNLIDDTYNMAIHPQYNDIISFTLSK
IERFDGLSTIIKMTPIDDAQKHQIEQFFHRILKLIQDDCNTDKWILVAYRFFRDIEGFEDIKRFFLDGILQAFTSNPTRF
SLFALCFALIPSINELPSALANVNHIQPIRYILLSEALKYIDCPLDLFQQFDKVFWTIKPDFSRLTCRTMFHMLSSKLIP
DEEVERIIAKMIHYIGEHSLLNTNIPFCNEMTWTLRRMIQSHHRAEKIIKSIIQKLNPESDENDICGALTIIGSYSEKIR
PYCNIKYHYNRNSVFECIAIQPVVEEKGMFYYCFHRPFNILSPSIQVKITPETMIYAVPMIILDPKEFDLDFILSFFDYA
FSNASKVTQSVYMQVLALYCNETNFVMKLNETHMSKLVECPLPFSDISYTLTEIEKFSSMRVLPPPECCFSAMKYKDNEY
TSYISPQILPDAEPFTIKLKTPPGQMNCFVGIISSCVDKHHTRYSLVSIPDGQTYPVPLAPQLHLEENVSELEITFDIKN
SKFMIGTATYFFPEGKAFKIIVAQHKTLHFDADVPDANKVFDRFATPPQIQRGCIDFDEETPLFTIPTWATEDVNLPHDI
SKMTKSTIYIGRLTPEEKMMSNFVPPPKYISIHIGFTTEASQALINEQVRGLYKQLALQWSTIVLMRILLIKQEMITSER
LMMKLVSLLTVMLEGFVPSEFELQKFPFSLSVPIWSPNAQANILYMGFEMESLKALKLFVQRPQFISALCKGLQAMNKSE
RMHLVARPCRSHHYFAPPKDGENPILWKEKPIDYKCGSNCIVAPNDFNGFLPESICFKSSGTKQLYPTPAIIPLSQPPHI
IVLQGQNRREFSVFDINPMNNTWVYDTPFEMLLLLKNFVFVAQTDEERAAAKRILLECFIMQSPFIYNYLPQFADLMQLQ
IPITPFDENVQYRQLLAVTASLLQDRKDYVSQRFLILYLHDQHVLTSTENRRLAMYFPEFFTKKFDPPEDDQIVVPEAII
DPGAIKGNFPGYILRLRQFARQYKSLEGFPFWEILPMWFRLSGTFKGDGDFIAPTLTVTSPTSCHVANPSKVQIEIKFVK
SGKISRGMYLFRSTNAEFDNPTIIAENNVKDVIVTSEPDLFFSIIGNKHDTFNVLKPQMTSLVKKPVQEKKKETNKISIS
SIRSRFIDDMHQFAIDWSPADTEELITILPRISLREPTFAAIENISKGCSICSKFSPTVVMLHALLIHHFNYIRYNFFKS



VPQNIWNSMTSFLSAEDAADAITSQIIVSPETLFPSITIDRHAAHRLITNGNGDPYYSIISQLTRVIRNIEHFKLCCKKK
PWKVTFVGEMAVDAGGPGRELLTEAAASIFEPTTLLAISTPNMRNHTGQYKDVYIPFDKTMSRLQDYYTIGVLLGIIIRT
GLQQDLPFAPIVWKFIANEHVGIDDVTAIDSGLLEHFNHIRSVSNDADFAQHYAFQWKVDDWDGTKVSLPGHDKGDILNK
EDVEQYIKECVDYRLNSILPLLREMKAAFRRNTGFKHNALLTGALLSRMAQGSGDISVQHLKQITHVSDFEDGIKNEYVK
RFFRAVDRLNKEQKKLLLKFITTLTRLPNSTLNPDFKLKIDLKDCPKPDEMLPTASTCFNKLHLPKYSTDEICYQKLLIA
IQYCQTMEIK                                                                      
>Tvag_XP_001321065                                                              
MSNEISAADSRILSFIMKPGDYPDFIPVTAVQVNNPSSPNKRISDTSSFPSEVVDVYAVLDVEDTNGAKGKPYSPPSIIK
LANLTNKGINFVSGNQSTICAISSSNKILTSSTNVEDNRSAHVNFHKEPSLKDYVYYTACGMNHTITLAVRHDTASPVVY
ATGSNSEGQLGFKGEDLVTYQKEVSFPCQTPCFIQAACGNNFTLLLTDTCDVWAFGHNHHGQLGLRTQQQKIFYPQLVSC
LQGLPITSIAAGLGHSLALTSTGLVYAAGRNDKGQLGSPSASIDTFIPVESLSCVFIVHIAACQNTSAAIDEFGTVYLWG
DQWGSTPTAVTLDAPDQFVDIAVGNDGRFAALSSENALYVYGYYNGNGQQMNKVIKILYPQQPYFRVFSCGNYFAVLAGP
NKPLLKDTNAKCLSLLPPNRPIIKDRLRAPPKVLLLNGAHFPSFVTFKNAKQIVNTVFSNLSTINGSFILDRFSESQTTC
GVDVELVNSVYDQFSTAVSRPLMDELDRCFIRTLKNVQEKPPAIIRPTTMRFFITALLHPSLTTLRGSTAYDFWDTLVMT
ILKLPQAKEILIQWISLLQEKTIKQILKSLNDYLNETTSHTGLYGQAGRGAVDALRIIWNANNRSQKLPFEAFYNFTLCD
KLDPKQEMYGIRKDQQMEWCYCLNAPWLVTPALKISLVRTMAESIMNNFYIQACRNATQFENGRPKIVAEDVWLILKVNR
EKILTTTIDELNKIKNITLQAQKRLKVQFEGEPGVDEGGVQREFFDMIVKKLTSPDLSLFVQMRDCFWFNKDLDPFLFPN
IKLAGQIVGLAIYNGNFINIRFPLALYKKLKGVSVGINDLEEIDPQLVSTLMNILSYEGDVENDMCLDFTYENVELVPKG
SQIPVTNANRQSYVDLIVDYVLNKSIDEQFRKFKEGFFTIPTNLDMPLFRPEELSLMVAGEDELDFTALEKNTTYENYTT
DSPAVKLFWKIVRDKLNIDEKKKLLYFVTSSPRAPIGGLGKVPFKIMRDGDPNHIPTSHTCFYILVLPDITDEATMLKRI
RIAIENSQGFQFK                                                                   
>Tvag_XP_001319420                                                              
MNGLSLYYNYPKICSGFVPMILESFDFIIPNNIEQCKMILNFFNSSIHDIYFSDLIIEGYADYIDNLVTKVFMSDPITIV
NKKPHSNFIIKCAESLLPDLLELGMKAENAEKRMPPLLIYADLAIKYNRCVESASFTYYPIEIKYKNENTKIIRGRFQYN
DKIVGFRYHFGTGENVLTDWLSNKSKDFSKWYKMVLIDSLLMNKITGSAFDNAPPVVVYFACLSFSVLDEIPDKYLNFKG
REFNAINQYINPSVLIGFYGDFYHWAQAKKIAHIFVDIEKTHAHGVDYDSPENIKLIDVLANSRSNFPSKLFACENLYNK
LIYFVEYKNLSGLDAGGLFRDSFYHMVNEIMDVNARYFINPPNTLHCENDKLVPSTNLPDNIAFTVGSLLASAIATQNSH
KAWNLPRFIWYSFSTNSSISTLVDCDDSEYFKQLSRVVLNTRKGFWKVLPMSVIKNVSGRILEGMACGNKAALDYITFLN
YFNRASHDYDVWETFETACAMMTSEELSKLLAFITGNETPKITRAFFLRLCEVFPARYYDEPEIDETKFRLPEAHTCFNQ
IDIMPYRDADLLKKQLLICISYASTIEDNH                                                  
>Tvag_XP_001317015                                                              
MDEGFSVDFGSFDENTCKTGPLTHETIHDADKTLNQLIHNAISTKSINWMTLHAIQDILERNPYDKGSVTNTIREVHEYL
QNQKDTLSKILFCMLMFYTCTDDNDIFKQYESISKDVISDILSNSNPSLLESVLYVLCLKGIQLSNDIMEYTNQLLMKQN
IDFLGSERIVENLVKLGIRPPQSYYMNKKSLVERIISHNGLTSLSILPIEIIKDNVDIFIDYSKAYDIIMYCFQHNIKAI
EYFVAFIDENNMNDEIWNILKNQSVHLPFKLNKYAIQKSKESLSDAEYCFKFMSYALDYETIKEIIKNSQNKDLLKDINL
SELIDISIKDNELWSNIIVRYVATADAYESFLLCYAEDLNETVSEMISIFVNDEKKLEALQRFLTNLIVSHPNITIDPFS
SPNALNKIINVINDIPYTFWKVPFTIQSTKIDQNLDDDKKISLFIAFSISSLFGYCSLDPTSFSSVKISDKEFKEINDFI
HSKDFTATSLFVPKSFSNQSKIFYYHSILYWNSMHFAHDKNYSFFPPVPENVLYFVYIGGKIADSMEKFETKTRINAIAY
CKYFYDSINDNMSHINKNCYDCLELLLEYIVRDISSIMKTQAKSRASLYFTIDFLKNLWKSNLLNNNVKLSMKFINAFLN
LFNTKFDKSLAMVVIDNFHDVKDDILKMVSKYAIPIVCNFLSNGNHELTLSLKIDPKDINSAIFDIFFSDIKINKITAKN
LLGIAKIVRKINHPYFTERFLNCCSYLNNDSIYAIIPFIPSSYYSPNDKELLIKKVVDYIMTTDEFVISNQFDKILSMLM
DYNDRTLSQVYSLMYTRESGRITLTSIFSQLIDSFLDTPPTYKTITMIYRPIERTSNLNFVFRENIDQFKLTSSTFLNFI
EEIIHMLNTEYFQIALFILQLLAIKSPLHFLYMRNVSISKLFDDIFAIGSKYYQNNSSLTYEVITTLKFLTQVAGLSHLF
IQWSIEKLNSDIEKESIFIILEVFFSLTQIDLTNHSPTMKIILNGWVKLFEMILKTNNLRVIELSLLIHKNLVEKTLKKK
NSQVINYDKFIHAEDSFLFVYKTTDLFHSTGIYIQKDVELDEITKINRSICHNWNSPEEINRLTKEFIFYEEKSQFLDVS
LNNVPDDIKLMYYQSNVPNVPKLLDINDIQIIEKSPDYVEQWISGDIQTLETCEEYEKLIECLSILNSLRKLEVQTTKIP
QIYSTNLFDALVRIFVQKNTNQKIRIFCSEILANYCTDGKLFYPIFSKVEKYLNSNDIDLNEYSNLLIILNSSSQNFIPL
FESKILNSLCEKIQSKLYELTQDSMRNYLQIISKVKNSIDIDITSFIKYSLIKCVSKCENYITSIWLKMNKEGKGELQTF
VRSHVEKTLLQFDQNTKYEPLTFLKFMTEDECNSFQKEILNALDISLKFYHPGRAKSISSMINVVCPRRDHSGPLKQITK
QFIEDQMKSNMKINLPKSLCENDFWAILKRNEKQVEFLSNDIESLNEVVLFKWYPEIVSFPMKHKDFVRKERSKLNYCEF
DIEIERNKIIEDTISTILDKSDMDIMKSIIYVHFVGEKGIDEGGLFKDWISSFISSIFDEKDSYFYLNERGRHEPKKIID
ESLIDDYDDLLMVYGMILGRALIEDIPINRRMESYFYKFLKDRKPTIRDVKAIDEQIYDSLMYIKENDVTDLCLTFSLSI
DNKTIKLIENGENVDVTNENKEKYIELYINQFILRDHEREYKIIRDGFYSVISKEELNCFTPLEVELAICGYSVIDVEDF
IKCCSYEHPFTKDHQTVKMFYDAIRTFSNEEMNLLISFITGMSQVPSGDLSIVLSSGGDPPRLPTAHTCVNMINIPLYSS
VEEMSKMLKIAITNCKSFEFA                                                           
>Tvag_XP_001313428                                                              
MSITISPETVFSPHYLSLLTEHPHLAYPDPESTQVFNLVDNVLSLQKFDGTQDSHMNDYNKILDLSISKMNSILEASKTF
ETFFVTLEEQIKSYVHQIVSSYIESQTYMTEESVASSTDQSKSLDQVFIKIRFLLDLILGMREGCDTFIVASEHAFFVKN
NFLFTFIPEKFSREKQLPSDYMICGVGSTIYVVSNSNNSLLQIETSSINSEETFTLKELLGNDIPVICIGDKNGNLALIQ
KINGKIVQNILTLDQQNKNMQTELYESTMNDSKFYFRDGKLYEVGDKTFIDGILSEEKPIYPIYAEKTSSFFIEDGKILY
QKYPGENKSEIIDSLLTLIKPFPTTKDKFINPLLHDKKVNYLQFTQNITSTSRLILYIMERVNVLPQEHRIGLVAGLMTI
LTINLRHFAFQNVEPSTMNEIYNIYKHFSQYSTSLSISILQWMSVIPSTIYSDTFIVNQILRPAFSYVYMNKEYSAIKDF



VLKKPQSLILVSEDLISQLPDQEGILLIIKTIDYLPICYEAMNAVESCAEYVSIVLKTISKLLDRKMIYNANRYFQHLVY
SLSTLNNSHQIAEVFIKDSMKNLIKLSKEVEKTEISDTCDKNFTGLESVYTKQKDFFEVYHLVDDIQLTIDAGKIRNLKV
TVSDELETNSTLILNGTKYTVQNGLVVEIFSSIINLSYIDRCDEQHEVILTVQGSRMEPQPEDNLEPSLTSINYVAKTIG
SFIDQLLNSNTISRLEYDNRHLIGNSFIREFESFSKNSENVNYFEKKDDKMQKFLDFMDKISGINMQIKKRVRNFDELLE
KVLSVYIFQLNAKEEVEKLINEQELTKDKVSHKLRHTWTCVSGLRRELLSLKQKEIAETNKNKYSLQDFIQNITEKCQFL
TSSKLSLNQSDEDVVKYLNDLFVNYIPVQDIMKIAKEQNKRLSLRKISLDVISEFINNSSVFRKSTIETFLINIKVSFSI
ITDERSSLIGKFSLYNSLLESLENCIESFYSAMVELKSDCMYISFMKFFCKCPSIVQKFTQGIIYILTNSSKKFLKYAES
VLVSLSNEPIVIETINNGALEIDDEDYRATAFFILSLSENAKVPYEILFSKKKSQKCEVASLLLAGKLLVKDKEGEAVLR
ANLDNLVEELSQTMTGEDNRFSVCAEIISFFRFLLLPFSVHKDFILEYLHSLFVTKTMIFTNKIIATFLILGHPLFRAED
TGVVYNSSMIRILYNDVKKEEIDNVYPMVRISIDPNTFTLTPSEVSVVVGLQEKINGIVAQNKPVSLHKANDIEIFYCFL
ATALQNPQNAEQFKPHAAKMLKYCELNAITRKGISPAKLMNRLAETLYTLSLFPEISSPSATSWIDYKFISMTTGIVHKN
HLDSASVGISLFVGERKIQKNHTFSYRIVFDKPGTASIGFIDANSIPTEIKFYGLTKNFNKYSNVTASLSPNSICVSDLD
KSYISEFLTGDMLPAIITINCRVKMSYSMSNNSVIYNPPVTPESPLFDDHIPHRVIESNLGSYDERIQTFNMKVVGEKVR
TKNGIIGEIDSISSRSDPKLNIRISNRDGSNEIVTIQAKNAEVIPEKIHTLVSRAKRKSRDDKNQDFVYRNNYIRKYNRM
VGKLMLLCLRSIIPLISSNIPLSTLETIMDYALPFTFGVSNQKSTKVTKFTSPYITNINYRFPGDREFLSNFVQKELQKY
NVQDIINYIVQKISAKQSTSSNCVYHISFYAMRTITVPISLKEDEAVIFPLEFNSQENVGATIPNGNYRFRNQYHIQYIC
VPKYLPETDIMSSIVVLHFVSSFIDVSKDKITFDDIHNMATSILNQMPNNNAIINSMRLFIEKNTELACYNKKYIPSVLE
EIRSLDTNDLGIISFLANLKQKIIYSLDIESEDFEHLAREICAEVTKVDKQINEFMLVKAFQKFSLPTDRFNIIALNYVV
DQFTSLKQIYKIALESNNNYDCDVDINLYEEVSEPIKDDALKEIRRKMLIRFMSVETSQYSQFFDVDYFRSHDIHLSIKS
LPNRYQIFVSFNRFSAFKFFEGGDSGKSLMQQFASQYTDYSCLAVIGAQPWRITLYGENAIDAGGPGRELFSQVCEEILK
PQMKLFCLTPNAKSFHEEEYLPCIPNGLSTCAGAFIAACATSMLPFQFKICTPFWRSMTGKPITIHDVYSIYNDFAMLVL
KLQHANYESEEEFITNYKLNFVIQDLYGNQMEIIPNGKQIKVTLGNLQIFITTAQEKLVEQLNNAIDAFKEGFYQVLPQN
LCATITTDSLVQACCGIDFIPDSTFLNYFNMDLNSTILRQSLIQLTQEERFGLLKFASGSRNPKAKIHVHFDRSKNSGLP
TATTCILAMTVPMYKSVQVCTKSLRAAIQFSSVITDSDFDIRMFNFT                                 
>Tvag_XP_001312861                                                              
MELLDYYSKEENFTQSTITDAYGNDHLEKIGQILMKSEENSENQNNSDIKQTYFKAMTIMHKFLIADGHTGSIFLKKLTS
INIFLKNIDSYNIETIEMCLEILALIASRFSTQNKNFYKDISLNLFLDAIFSTGSLNQLSEASIGYAYRFLYYLSKLDLK
CHQVIIDHKIIPYLTIKNEKDHITYVQWQIDLYFNIISDHQQQSDPNPLVGLRKIAYYLQPVIIRHFTSDLLPKYKQYYK
KLISLLSWVSGYVPLKWEPIYTQKLNSIIENQDVKSVLLPLLRNMYDPEVIINTKFAENIPVQPNERLELKRKIFQMPEQ
RKIINTLDDIQKLNQQDLNYDIIIQMTKFFKKNIYKNDKSLNFDRIKTFIQTLIQNFVEFAKLESKLALIDLNENLSFSL
YVNNNRRRFPLTLDCGAIIIDQLLSKNKISFEKLEEKFKEKKLDSIAKFPSFHDFEEKIKFLSLSKISGVLYNVMEYKLV
LYDYNNKECEFAMSDSFYKAIISTCRQSHNALNNSVYCITRHGACEPMQLKIPKNIFDDQLSLKIIELAEAFYRSTGIPV
VVPSIDRRCFMSLQYILSSYCFESPESRAIYHYPFLFSLKTRLAMLKSVFMSVGDYIDFYSSNFLNSSGSNSREIRITIK
PNRDHIYEDGLKILRTFGQGTHRWDTELDSAIGSGPTHEFMQILAKEFASDKKMWSENQEFGLFPCRDAKENFYEFGIFI
ARVLLLECLVDIPLSPAFYKLIQLEYVDIQEVDTQIANSLSVKENLIGLNFDMFDGEDIEVNEENVDEFIEIGRNMSSAA
SDAMKEFRRGFRTVIPAEALSLFTPTELSQLITGEMTKITVKEFENNVNLTKYATPTMRTMLAEIVSEFDPETLSKFLYF
TTGSAKLPVGGLAALTPKLELQLKKEENEEVLPTVSTCAKLLKMPQYSSKEKMKEKLLKALDYCGEYFGFS         
>Tvag_XP_001312139                                                              
MGSGISSDSSGDTQTIKAITDKCFSPSNLAALFSEYNRKTIPLNPEAKVEPLLFSILIDKIVTNKFTQEQIEPSIYNTIT
DQITPFLSQVNFFADRYGYAIRKLQSKLHNEPIEHEKNWQNACQSLNSDKSSAKDIPFVLGAIFSVFFGLQDEIDKVSEK
DFDQVLTNLLNVMLTAPISDNGSINPQLISKFNSYLVSNATRNVFSSLSIRTKIIAFLLKVAEIDGGITTIISSLFVEMS
IPPESPIESLLLPKLEIYPQISKENFGHWKKFWNIELPAIQSFTATQQNIYFSADYIYKLDIVTGNLEKLQIESKYSLIT
NDSSQLYIFDNVKSALSIYSLENYTFTKDLAGILQNPNQIRSFLHFNSFIYILYQLNNQTTYEVEEYSLGDETMVCTNKG
QIQTPFRNCNLIAFNNEICLISPESKTMIPFAFANKEISQTKHSPSTILCPDAIYITSFGQYTYTLEKMSGNYRMKRFDN
KFGLALTYEPLVKQQSSENISGFVEDIILSLSYQLINLIQFLFSKPIHEADAQAKKAVNFFISQNPEETLLACLKLGWKC
LEETEYSVHFRQTILLFILQVLVVALRFFTFRFPYDSKDETFIDGNAKEIFAKIRRFIKTIALSDIATDSIISAEFQVIN
AGFKYLYNPFYTDFTELVNNIGKKSHEYVAAAIPFLYGSVALIYSINQNTVAILEKYHTPSVLANLFSNQVPFINNELLF
ITGHKYNVEHVLANYISSIIDYFSNILCFENISIRPQDAEEFILQVVARILSLNKKSSIIFGSFAKSILSLLKIFIKEYK
QTDSVKSDDDILSHPLNGTTRVRYSSQTFETMHPYPAKQDKETPFEMCGASEIKIEFDPQCATEATTDYLQIFDKSEGGS
SAYKTLTGPAGPGWPREIIINSDTCRFLFHSEESTSDWGIKCFISANVPITDSYITPMVTIMIANLLCFALGWSIEQIAS
VDETEESLQSQIPPDHPLTEEQQEFLNKVADHNNVHPIVTAIRSNVRMFNNKRNQTNFNDDEMDCPCIAAAFRQANLVSE
AMNYDPAKPPKSFQDITLRLQSLKTLLRQKSQPVVGDIVKQEEIAGDIRKAIIKKAKYFVKNEFLGKTVIEFFTILRSSK
PLSYFYEKNKEMKQYVLSVKEVPQMIQEFLSLQNVFHTGKIAFISQLKKGAIIAAENPETFDTLINMITGNVPNSLRLFI
MKTILIHRELNEKHLKQILLFIVHFKPKEIEENVFVENMWLFILNHLINYNFSPEIFNLLVDFIVNEKSDISEMTKYKIT
MILSLLINSNVNIDVISILKNYKVDTPRHLCSVLRLFCFFLKNSKKNLPEKIYFLDKEYNFYSFIKLLFMFIANPIIQKK
IDIQEFQKFELQSHFFISSEAIFCLRNLMSDPVNQDLKKRVSLVIRECLDKQEASEQLLASFVILGGGMLPLSYGCYSSL
EDGTVFCVSEIDQQSYDVFGFNVNNLEWMAVKKSRLMPCSIMQIPSFEFNKSNIQLFNNIHHKFSEQPSKFVSCIRCAVI
ASCYTLLPIILQNKKLSQEFEKCDDFITSLISMSPLNTNTEKFETIPSLISSLNYFLSVNSTKMSTMIDEKVIQKEIEPP
ISPPRVRSNSKYSFDDREVKNMNTVIPFSMMNKRHKESPTKMVCIFGSAEINGRKFKSNVPCLYVGDKTLNSHINPFYFE
IKVVQAPLYHMSIGFADTKSPMGFYKLTLPTNEMESPNGFSKVIGPQLHIQNGDTIGVGYSEEKIIFFYNGTKFSQSIDY
PNFEEFTPFVLDSGGNGEYECNFGQVPFMKGVLQENLFGCERFSLEKFTYKTNKFNLDSIDDDQNYDKKVSDLLPIFDPP
NEEFVRIEQGKSNNESKTPYIMKTPVETNISQISLNGPCLVYRIRIKPSEANQNEAINIPNINRWMYNRMGIVTGITSSA



YNSSDIALEFYNPATAVKEKAVINSRFITKVDRERYIGSDFMNKMNTESTASEALYYTRKIAIRSSRYALLVMIYNNPEL
IVKLWSSVKKKLSSLFSVLTIELNTFTQHVEINPFIVDSSKFVPMTVLISEKLKELLGKTNLLIFNDSSLHWFFSVIMKL
AIHGLDGSKMADSSNNLYENTKSYYKFNTPANTGNFTIDLTLEEQNAVGFVVAVHSENNIQPSYVYLNENDITSLARDVK
FLTGNKLHIKGNGSINNRRKLKFAVLPIQSHMSEQCSKTPVGSFHILLTTLSYYFSFLEKCPMKDVRADLKEFLPMAVKL
MMSDGLISRLVAFEIIAPILSRLDWSEDEDAFSTNSDVSNYMTSFEASINQNDFLTPSAEQAILLNIMLDLNRLYSAEKA
AARDKTKIPQYFQMLMDRATNKPQTKFDTISAYFTHATALTHDWSFPIRFPSFLLIEDFLKQMPFTPVTLKSDDFSVDGK
CLVYNFTNENWDSAEIILKNIFTVAVNGKDVKSGTVITSPSRITIHADKKDFEIVIKMKFPKYEEGLAFFTSKFNEFLQI
CDVMRSKWTPKMDEELLKILRSINSDEIASELADEDYARSQLLSAIPQKYVNVRISLVKQLDSIMEYLLKKVDIKTSGLL
AGGLLAARTAIATRHKQGIFKERVSNNLKDNNRLHLRFNRSRAILHMNRPDHPSASTLLRQLIEQVPLRLIDSLKRDSVP
WHVDLIGEGALDAGGPSRDIFSQMCIELFHPSTGLFISSPNTQYLPRNAQNVDRFVPNPSCTDLVQLEYAGVLMSIAYVS
RMPQPFRFAEFVWRFLTGHQLTIEDIYSVDSAFASSIKAFKENPAKTLLAHEYSFTVVNVAGQVKELIPYGSSVKVTMEN
VQKYVKLCKEYRIKELLPHLTSLRRGILHFLPTDAVTLLSSWELELFVSGDTNVSVDELKKCCKYDAMDKSSIMLWKVIE
SFTPNERMLFIKFATGRMGLPSPGMSWHSSLTITWLPLQGRTDENAELPTAQTCSSTIKIPRYTTEESMAKKIRTAIFYG
GEIVNDRTQNAADIVQLS                                                              
>Tvag_XP_001311958                                                              
MGAGTSSSSANIGPLSRDPVFANMRDYNPSAHFFARELVVLSYNPPPVSKFKPSVATCHHPQDIVGMTINCFDQIVNLRT
VIEAIISNSEPRDETFIEQLKTYFDEYIRIFAARETNIAFTSHYRLLNMPAFTFVPTRKLYFKLNFDKLIEGFEVALNVI
QKKDTKSKLLEDITEYLDDTIPPTAIPPPMVEFCYRGSPYEVIECTRIWKHTICSNGTFLFVLTASDLYIFPITEGGCIL
TAPIRRKIDKQFKENVCIYVDRAKLYVIDGEYKYTFRINDLITKPLEEGLNFAQASPQTCKDKFVVSDGASHVSVNDMWE
YKAKYGSATISKTLKRSKAHLDPSLQSLFPIEASYQVPIVTNGHYLAFLYQRPNNSIFRIFSLVSGEFLIDVGFQYPEPI
LAATIDAVNRCYYIVVPINNNRVAVRKLLFLGSEDPTLLDLAKYDAMLLFQKKLKKFIKAITPLMSAFIGSQIIPRLFIP
RQSQMFEKLVDLITSYLTLPSNVMSSAKDSIVSIVQSLISILQANLILIQQSNAKIPVLIQKLFDLLTLLPTNLAVILFF
SNTEFFFKYNQPYSINILVKLIKERIQYDNLNRYAMRYLETSSVLAKIPFSTPNSFSELIPQTFTNINNVPESILNLLIL
HQRVLLTWATKRLKEDPFAEITFGARPDRAEPSELDNFGDYFNILVTKFDTSISNSQTPVDFQDSLIFMLFDNFIRLISP
LVEYHAIARITTALLSVLLQKLSDFINTKVPNINLYPKIANFVLTLLFTFGRYSATLFKGGGQSEFESKCMWLMRANIDI
IDNQEAFNSLDNPNTNNFADQRIYNFLNNSECSQIQTIYTKYKAPTHRNLRPELKDLDRVTLLAICKHMGILEDLFNLKT
TLSAELKKAVDQMTKVRNTYRNLLQNEKQHQAEEIKIRALMLLRMESEFLENDNKEQLISEYLSNDFSPFLIKNIIKQQR
SRIQTTLVGFSLIDRTYTMQLHPLLNDIIAYTLSSIESFEGLSVIIKITKMTPQQLDQINKFYARVIDMIQTTKNNRFTL
LAMRFFRDIDALQSVQLNLLHNILDLLSKDPNNCQLFALALSLIRKCDKLEPTLMNPNSSMGEMILLAESFRTLSYNEDA
FDMVANRMFQSRDPLTVRVCGRVLSQLFDSPTSSRYDAFFKQAIFLIGSAFSQFAGLDIACEFVHVLREVLNRDILAKEN
LIKILTSITPDHKEVEIAGCLAVLTNFFEPMRPFCNVRFHQDLTTSTEVIALPTRKENKYIIYQKPFSLTDPAKKVVVEK
PAFIYAVPLIQVNQKKFTYYDFILSFFNDMLINKRYDNITQSLYVQTIAHFLKEPDFMSHFTQEMVDVFSKDPVPFGNII
HIIETAYSFLRKPSLPQDNGFNTLVYKEAPTVTFLSPQIKEGVKFSVTVQTTSDRMRGYLGIVSDTVEGYSTRYSFAELP
SGKMYPSLDEPEKLKPSQSYTMEVDTDAKVFSIGKNTYEFPYGQKFRVLFACHKSMQHTINVTNDPFDPRAFPPLAPHSV
LSYANKNKLFKDVYWLEGIKQLPEDYNKIPSYNIDVNPVSYKERLRRNFITPINTILIHPQFATQASSQICIDAFRGLMY
ELTCQWMTIGLIRIAAQKPEMINNEIAIVKLFSILSVLLEQFFPNEYRDGRFMFSLNEPIWDPKATTNLLYLSLDIDCKA
AMQSLAKRSDVPKAVGKCLKTMSNDPLLHLIAYPNRWHKYSPPGEVKNPVPTNGSSIVTINSFVGFVPNFFSVAGKAMLE
SPALIAIPLQLKLNVENTRSYALSVLSILPMDNSWIFETPFEMLILLKSYIYMVTTNEAKLLAKSVIIDSLVSNSPFILK
YIPQFLELLQVTIPSTPIDQDKNYIHKLLLLGSQIPKMPPYQIDRYSLVYNQEYRVLSSQIARDLASHFPEFFNSEIPRT
SESQLMIPQVPLDPGAITFDYLQHIMSIRLFVRRYNSLIGFPFWEILPLWFRASEYYKGKPDYIKPELRHLSYWLLRLVN
PSKVRVTLRLNPLKNLGSEAMISRSKTENFEEAEYIFPEDFKRDIVLNDEITYLALISVPMGWSEFRPQLFFKDDESQSL
KGQRVMVDLDQIHARFIEDMKDFAIRWDDDDTDALLNILPRSALQMPTFSTVRSIAEQSTLASRYSPSVVALRALLIHQF
NYLKLNHFRDVPESIWSSMNMFVSCEDASDQFINCIAKGNENDHCVIKVDRHSAHRVILDGKGDRRQSIMHQVAMWFKTV
RMEMLRSATKPWKVKFVDEEAIDASGPMRELMTECATSIFEKTSCLCFPVPNARHHRGQFKDLFVPYDETNGEYSDIYRG
IGIYIGMVVRTGFVQDMPFVPFVWKFIAGGELSSNDILMVDKMLSDQFAQLRQAEADKDFQRCAVPWKIEQWNGQQAMLP
GHSADSTVGPGEVENFIIECINFRINSIKPTLQLIRQGFIDNTKIDSHPLLTGARLSHMAQGSNVITTQQLRSITQVNDY
KGLEDKNIRWFFNAVDRFNPDQRKLLLKFITTLTRLPNSSINSSFVLKIDKLERENPDQSLPTASTCFNRLHLPPYSSEE
ITYQKLLIAIQYCQTMENR                                                             
>Tvag_XP_001310379                                                              
MCFANEVDPFYELATLENRKPDAIFNQMLDLEEYELNIFDDKLFEFRKRFVHYFAPTLYKKFNERAVNELFYLYMKIFWI
SGFADLIIEDFECFQKKKENGNKNQIVEVLKSTKPLLSLVYQVCQNRDKDFVAELANINENAKEFTTKQPPKKHNKEIVK
MAVDYIKSNQQNLSSIKSDSCEIITIKLDTKTATEQILDLLSARYNSLARTFAIDLDFGKDLDLDDFFDILMDSDDQMQK
LIALKFLNDRTKKQLQKISNNFISQNSKILKNIGIVAMSTFDKKQALQVLSELTKPEKQKDLSFVDQLKFIYNSAVEIDQ
KVTDEVSKYVDKIRSDPKLIQNCIDSINDLDSTSLGAMICLGAEIFDTAVTSFCKVNNDIIQISKLNQRQNYKPSFRIDK
PKFDISDQLLNGLQTITNKMDLLTNEPLSLLQNMIICSFISYIDSSGKRQNDIRQKIQNLYRNVVDINSAKDVTMAPDEM
FRKIREMKRLLNVKSSVVKFIPINISLASRTNKSSVFSIFPTLIQPNKAFKFVLKPKNTLKYIGLIDINYNVCFLSVFNK
YIFLKNKYFKFIGDSFNFTLSFNKSKAYFNDVEVQTDLFDPCFVFHLTVADDNSVNYQIVDFNQTKFVKPKLFDHNFDLS
VLFPKKCLGMNVKIDGYDNAFISDIKSDNLYEVTASSNSKIDILNLSCYKLMPQDTDLEDILTRSSFATKIGFNAEENRN
QFIDLAKSASLSLLKPIVSKNLSDVLVPQLIRLDLNTDINSQEVKELVKIFQPKINEVTEKINNKLRENEQNPNIRNESD
YRRLMNNPNNSIQLAYYNWWRIFDRNHSTIIKYFLNFKKSSDYLLKHYLTHYNFENVNYIDFLNFFERSFFNNQQNLTLV
NLEIRQKIVDDVEKLLNERSDIFFNVQNHSLLIKNICEQEFTKMLQHKESITSNSFKAIFLYSNIKQSKMRNIQQNFVSV
YPCEVLSTNGSEFLLQPNQQRNDVSLFSYSFNKNNVSDEWKQFKQIQDLKPLYQTIAESRVYHVPLQNCNFNSISIYLID



VLFAHPGFEIPSWTIQINEKINAVFNSFRYPCVPNPQYDTGETWPIIEYNQIVPQTPEQCFIYSFMKIRSQYKTMCSKNR
FYTCVCWDLSKGYNIVDAGGPFRESLTSMVEELMDIRFRFFIPPPDSLICERDSKVPSITQSPELSVAIGAAIAACAITN
NPRNWLLPEFLWDFLVDNTGRNLHTFVDCTDPNYFNSLAAVCARIKEGFDLVFYPNARNGLCGYILKVMAMGYQVDVDKF
ADMLVCEDKELLVCFRHAFGLMTTQELLTIFRFFTGTNRLPNSDKKYKIILVQANETNENNFPLIWAFTCTCEANVARFR
NPAILKAKLLKSAEYCQNIED                                                           
>Tvag_XP_001310267                                                              
MEEHFELLPFGQYLLSNIDIPYQEYIRKHLFYSLRDILKTRSEYLKSLAIRDTISQQISENIAKYLQYFHTITSSFSNAV
EIEQNTISGKIPERSTDLLKYLTDIINLMATQKKYIGKVYVETLFDEFAVIKPKSLEESVAYAFAQFSVGSHLTNGLNIC
VDSLYNLIQLDQSAKSYTNINIVYKPKTIGDFEPLTIVEVDSKTIEYVTQSVSLQIFDIATEIIQNRSYNMIEYAEEQLE
ICVRILQKCEQLEKTKITVTSAILRCVALYLHIYSYRPMQTPINITLISRLINTIIFASQFSEAKTIYQSLCLIVALVPR
DIYSPELCQAVFPKIQKDVKKYITDSVSNNPQLIYSAIYTTDYLSQDDIMPLIEVIPFVNTIFKVDGPLKPIISKVFELF
EANPNFSLLKMIIEQTSCITGAPFIAMEFIKQTKLHLASILKVLEGDKVFSGYYMLILAHFVDDCIQSISVSQRELQIAP
FADFVIRNKDLVPFESANLPKTIVDIFQNHLSSEIEYTIQYLSTSIPFIQKKAPAKEIFENEMKFLAALLHGAKLTEEFE
KFSNKIFQEKKVAKPRDSSEVPLNIKELWKKVYVMRRLLMNSYQYYTAESKASTLKGNFMDLSKDITEKSKLILTSKNLD
FGQENKIEQITKFITCEFRMEDINEIINLMHQRDKIRIHALGFVPKVAPELRTDDEFYFISNMQNDFHINDTKNSEVLNK
ISELEKFMQNRSTQVSYEVTTSYSMHAFSPLDVLIHSVKTCKNEIVVNCAWYAIYRNTLMSNDMSYINGLIELGRDFTIE
KHQLLSLSILQRLDIAPVEIQKLMEKFMKYKDEPLYIFLSSIAAGHFDSDLTSIPKLTPMMLSSIGEFAVGGPGIITVVE
EMVNFIRTHIQENRPAKPSITACLHDSLSKLSKNMPSETIGALIVLGFGGLPPQLSRFYKGDKEYSLLSKPLKSFSSCRV
LANEKDFEITKEEAKLIETTLQQILASLNSSNLSASTIISYQIFLCSIPILVENENNAKLFSNGFIQNLIDLSVKDCGQV
EHLSGLIDYFGWLSNTLQYVNFNLFQPKNTFFTPMGINPDTKQTIFISRKVSIDESFSFKMTFNDAKENCFIGFTFADAM
TDKITAKGISIHEKQYNVPFDKGLLTLSVENIEIKSDIFFVLISSSFDNCTVQTELANATSETISPLETVEFSTTLFGCH
VFTQSIPCVVTERSSQRICVHAGNRRILQVKERYCTTIPEPLTTVMNRIKAKDQKPNIKECIQKLNLLSILLARLTVCSF
WRYNLAKLEESLFIFKFVFSFFKFNLSLNSFSSEENFQKLSPLNLKSYKCFIKEKISDPKIFEKVCLVGVNLLDQSIVDN
EYITFNEEFSTPPDTALLFPEKREKFDKDYYLPPVVTFKNESHENLILVRQHSIEKSDSNIYITSNLLKLFKYTGPGLLG
VYCKTIFPKLVGNSLFIKVIFERIKSNKKLLFNTARILVPAPKQIEGILAEPLLSSIELISVWTKIKFMLFEDNLIDFEK
NFKERPDPLDDNLFGGSQFSSLIDAFVIQGMISDQSIGIPRYPMYLFAKLWTQPKYVTYDLTSSKTIKDLTPSVAEISLI
KFSGEGQIELQMADKKQILQLNKPVKIGRVKEVRINLIGTKGKVAVIQVSDLTKPGQELPRNFRSLINRAEKYYSFMNDL
ILADATRMDKIVPIFPGIDPTLTQIRGKIMKMLTLVLSKYNFGMPMSIEKAAEQIVAMFVQSVKQRLEKIVVTKGHFIKF
DRFKAYMAYTGEKGMTMFRQLNAELRSRQGAITSLAYFTTDWRVELKGEGAIDQGGPRREVFDMLCDEIITYDNIFIESP
ASAEFHEGIKIPSPKANYRDLKYAGTIMAATVNLEAQQPFRLEPFIWRMLCGEEMTENDMFEIDHELKNSYHAILDGYNG
KLNMKSVMGDVLFSYTFTPKIGQQQRENIAKHMVQERMKEMKKAMEPFMAGFYTIIPENLCKTVHATILESIVCKEREVS
VKEFLDHTVLHGTPENKKMFVDALNMLSNEKRIKLIKFTTGSTSLPVGKKMDVRIVFSEDQDKNDFRNAPLPHAGTCFLS
LVMPGYKNAEVMAAKIITAIEYSSIITDTDIDASMIEDNVDSPTYVVPANRH                            
>Tvag_XP_001309007                                                              
MAVTLSKNAFLNVLNRIKKPETLFDGLQVLSEMFIFASEDIYAYINIDQFAEALNSILGQFRSEDVAILATQCMMHLLTF
HGQAIKILSNYGLIDNLKQTMPKVKSQQLLENYLNILCTYAMETPFDFIRHFKTMIFFEIMPKVSIIEQRRALQAVAFLA
QEHLISNSIEYYHIIIKYMSDEDQSLRNSASRAFQQMLNSSSPQSVPYSVLSFLPNLIVSSPEITPSIGYSSILYNAAKD
SSVLRYFVEKTPNFSQLLTCNACLSNATIASNILKLIQILLPQPKLPKSIWSGKSYTCVKDTKPIIQALISYLTIGNIFH
EVHAVSLLGAISTITPIQHTSELIGALLRLARTSKAAPYVACVVYSFPDKQIAHRSGIVPILESVHVHTTQAQFYNEMLR
KINESKPVEIYAPAMIAYSQDMKEIVEYIRKNHMMPYEFLKSSLLDKVKNMILAGISGKVDLSPIVDLAFGVIQYYSIPS
EKDPLKISSFGAFSQKVMNFKLKMNTNQRNLNVPLTSSFLWVEGWYNMNSKKSLMTKLKTLIQTDYYLSEFIDADSLSAN
HEIFALICRAYNVDGYSKCSFAIDNYTFSAYDTVTFALSVVCPAIHMLRSSNITLKIIEQESPRYPFTIQKFESSELTRA
LDLLSAISSKRPDVSIVNTSFSIEITSKFSSPLCTLMMFEPAIRLVYSMPSMFPLEDRMAAFRSVANHPLLSCRELSTKF
DSKSDQSLITDFLRHRIIVDRPYLYKKGKEVFNRMSASQFFLDILFEGEKGIGDGPTKAFYTDFSVELASNKNIYLWRRE
NDECGLFPSFAASEKDLEFFGGFLSKSISHNRLLDLPLNPSFFKLLRGQEVSIMEVDPMLGRSLEVKDGLFGLDFCYPGH
PEIKMVDAGESIEVNEQNVDDYVRLVKDFTCGNKMREKLQSFLDGFNKNLQFNSLSLFSENEFLFLINGIDMKVTEDYLR
NNIVVEHGYDMKSPEIEMFVKLIPTFDRETFSKFVRFVTGCAHLPVKGLAGLEPKLTIAKRITEGGQSPDETLPSVMTCT
NYFKLPQYSCIEVMRERILLAINECAVSFELS                                                
>Tvag_XP_001308285                                                              
MDVIMLPDPKIVGMYKMQLDEGCDKFECMNFDCKGCIYGLEQDIPNDVKAEQLAARHANEKKLCDGLLPIIRRPEIVLNL
TEVNQFLIPLIESDDVVGLNPYQIDQLQKFLGDCDLFPYLCVENPIVYNFKDMQLKDQQLYKLANFISREAGKIAFYQDN
FLNMIQCFFQQNCQTRFHVRGLLILFAFSIFFDNRSCATVLSIINHINNLPQNPEREFWHQVEILPLYSTKIVEAVHSAA
QNFMKSVRLLSPMTGNIIFPIAKFLTRLFKFRMEDPEKFIVMKSERLLKFLMHEGTYFNLEPLALIHIIFTTPAKQFVFD
KNISYYREQSTINRANRVNIDRNNIIQTALSAIERIPPNGFLLPFQVTFQGEDGADWGGLTREFFFKLTEIAFSPDYGMF
RYVNSKYYWFVPESKSENSLFRLLGLVIGLGAVNKVPLPVRFPLLMYKKILNKTITLNDLAEIDPHFVTSVSQMREMKEK
GENIEDIGLYFTTSYEAYGEMMETPLVPDGDKIPVTNDNFEQFVVMYLDWHTSESFRSKFESLAEGFRAVITPELINIFS
PQDLDQIVSGSPQYDWPALKKATRYVGYQMNSRAIKNFWSIFENDFNDDNRRAFLKFVTGADYSPIGGLGTIKLVIEKEK
NTNLLPVAHTCMLTLGLPDYPTREKMKQSLFIIIQHTEGFGFK                                     
>Tvag_XP_001307996                                                              
MKIPLTKYHLEGIVSLFKDLPMNAALLETIDCMVKVIQKAIFTEEFLSGVIPRVKFDFKNFDSPQYILFMTKEQIDNMEL
KSAIKLMSKMILHFVEFQTQFNLDLELSNFVDCYFSVIIRSIQHVDFQTISTLIIDWISAFSFIKDAPIISKTALENFKN
IIIPLLKFLFSFQEMKNQKEDQYLDINLSTSDDKFTFTSSLPHLVLSSHNVKINNVEVVPEKGKLFTYSCDNDTKINISN



PSVDIIASLGISIANALNQCYSSIPLTETEKINYVLIRNEVKQESTKSKIFRQQSQRIGPQRVIQKRSLIEDAQPISEQR
EFLNSEKFTKICENLNNETKFIIKKVTEDISSTELLVFKAVTFKKGNVSILMRLAENACIPNDVKVDYKKVVDTVRKALT
TSKQKSKNSFERHISLKNRIEDYLVSINQKCDILINQEISFQMTTQQILSFILSDLTVSDIGVLHSISNKRKEVKESTFS
YMYRYLDKIKNDDLLYSIIRNIDEEIFMKKEIIDKLMEIYEENQEEDTNEENLAAYNKENLKTDLSDIGNNKFDICDKVC
QIRELAKKDKEFLDQILDLISPDDVKISTGCLAILGFHNFDISTTCYGFVKDQLKSVQQMTISEFKNCKSEFKVLPPTFS
INDKIKQNIQEIIKIIDVKDVNYLNDYLQLIKFCGKNSIDIPPKEGFEFKNFSLSSPQSNNLFNSPLYKLTFSEPTVEEE
FVPLRSGTSSNSLLTTSRNEISLYLMNAIKSKINYEPDDPRLLSIYGVITEDEVYYVNFPNYEIHNRIERSGIPFYISYY
NDQKVEISDKHTGEEEDNNDEDDYIDPNISSLQDFSSFLPRTFVGQTVFINEFGPGIIIGTDNTLSKVYVINHGKEMTID
VPNDEIQNLNPDEYYESLLRGVYLRSRSDFINGKIKEIYEKNIQNLIVLEMIAQNCVNESLVIGILKIIDDKTSKEIFEF
LKRNEEFIFRTLEKSFNEIEQIVVENYVKYFCQNKVDFLFAVESNKYLQAIVLNYLGNIDFISVSNYNKIKEAIKIILIS
CTTSNMNLLNQYFMFLLDNDLENDCNYQTGTLLALTYYSTEKISPAAVFLTKMTNRAEKFNELRDKKNVDLNRKDSFEDK
LYNLITVDYNRLRRDVLSSVDYDSDLTITFNRFNSTLFMKSANKLYMFNTFIAAFRQPKLCRIRVMFEHEGGIDQGGLKR
EAFTMIGEEIKNNLFTVDEKGFYHLKTKDPQYQLFIGVFIAYCFYYGEPFEINLPFDIKDYILSESSNNYNPYSVVKEGF
QEIIPEYRFVTIQYTIHKIALVFGSSDRKLKPEDIIHRLSGYSETVKVFSDAIRTFSSEELSELLRFITGTSTLSYTTTR
IELNTYSGNSDISDESKWDLPIAHTCFKSLDLRPYKNSEILANKLKLAMSYSKIISDGGMNISIFQ              
>Tvag_XP_001307101                                                              
MGISESTPDNTQEVDYMRPEYFFSVHNIENIRNDFKKVVQLAKLGQTLPDPVLLSTVIEKILAGQRSNIEDLSQKNVEKL
FFEPLIADSDSHIERAKTYNKYFDHMTNLISKAIDEEETQLNTRLTELAKNFISLNKTRSTSTRILESILSTSFEVIFDN
LDILTPQDIINFLDQALGMLKVDSEKSLNGISSPVIQSLLRFALKIGTYPCFQTIEIQCRIVTFLFKLGFAQSNISGCIS
ALTYLLTLPPSGEFAIDIPDVRIELFGISKNEEFSSGEGFHFQPIEERKFTQKTFKCIIENLSYNLMRDLNTHIEGLLNG
SITHSGEFFSFVADSNDEVISLSLSLVERAYSTENYTKNLRNELITLGLKIISLNIFKYCLNFSRPERMVEESDISLFNK
IIEIIEKCTFSEFAHESSGIIEASISIIAFSFRFLYFPNFNRFTNYIQKILADEVLCEQFMKNVFVFLDRSPLVYMFCPK
FIEFLPKYATKVAILNTYISALNLLTSELQYIENGNAKQNGELIAPLVSASMELAANLIKENNLEDGIYLLKHIIFRIVT
IDTFPLIAAGFLSHVHDVVDILVQRCKMNPNSVKADCDFQRIVPQEFSVKKISQIIETPHNYPDEDFREWLLDFKGASSI
NFRFDSKCHTEAGNDVLKIYDSLKDGNVLHTLSGSSSQWPQSLDVPFSQVRVTFQSDQSVNFWGVKCEASALIPKLEHPP
QFDASLFFLNFIFYTTGRLLLIKLQSLELESQETEYRNVIESRFIQKSKVTKISEEEKILLDKIINEENNLKFVDHMNSV
VKSLHRAKQSPENSLAEKYIISSLLYQLNLLGECSAIQSKLEKDEKVDNISNELKHVWRIFNKIKLDMFQSAQKTAKLEG
EPKTMRENYPEFLKQIVMKCKILLNSQSINKNDQNNQILEDLRNFITSDVEMERINHIIDRRSKRLLIRRETIDFLKDII
CDSGLFGTSKISVILPLHQALSIVANISDVKGVSEDEINDLSKSFTTLFQKIVDRIVETSGSYLSLILLQILAVPTQNLI
SHANLEKMTIELAKFTRSVLKKQIEGIIAYRNSWRLIAVWSIKNPTEEIVKTLFQFATDPKSESCQHKALYILSLLTQMK
AIPLADPSNVIKIMKDATPRVIVATFVWLEQIVVNLGEEINSFSATFEGKTMNFDGFIEFIFECIGSTMCGMSCQVIKES
SSFQSHHVVVQEMIAFIRLCSRKNSTIREKIIRQLHSKFESFSHVVDFSNLDLYSIKILTSLFSILGFEVTMYSPHGYGV
YTSGKGAEQQIVKINTYDSITSKMRVIPVNETDELVNETDADYVIPSARIPVNPLDFDLTNDEMKVISNFHNYAQEYLKK
NKTQNYVTEFCIANFYCFLPVILQSPRNLTLFMNMFPVDSLYKMASTSTNASKIESIGRLMHKICRASSRSYALNKAGIE
EVTSNLLPYSLVFDHPSCLSFVPLRFGSVNDNLLKSILKDECIFVGETPMPNTVLFYFEITIKTISNQNFQLGLMESSST
ILEHSLYTFDFKACLPRAKFLGEHTPTESIKIKAGDVIGCGYTRDSVLFFHNGSPMKSAIPVTSISDFVPVLITNKCPMS
LTYNFGEQPFVADVISSPLFDIKSDCLRRIDVPIPTQINYQLPQGNSLEDFDKFVENGAAIWDVPIQYSNDKPGSFHTST
NNHEISSDLYTEFTLREPQQHAANFMLGQPVMIARRSLNQQQSLSKSFKFTPPEVDMRMNKFGTITEIVHDKNDIDQLTV
QILDPGLGESSSVVVDSRFVDPINCKLLYISQQHSHQRLLSPKGNPRQRFIILKEMRSLQFKLMRNLSLYMSRYTAMIIF
NHVRISGNVKSLENDLVINIFKLFVLEIAKFTPNINVHKEWDSKETTNVNICEEESVRSVVSHDDPVYTCPGDLKKFNRL
IRAFLMSKEVRESQFLEILIQSLLVNLNSSTLCVASDIFEVIKPCKIIESWHPMPLTSIHTKIHVPKNSVGFIPVVHPLQ
SIGENSIKIGNCSYLDCHSDTQLFTNDTEINYDGRESKDLYGLKIGFFVVPRRIPDRYNGTPLGAIHCLMYVLSHVFSYS
SIPEKFVMFIKQKVFTQVTNAIGVGNFFVDVFSGAVLAPILTSLDWQIRDLTPQIKAAFDGFSSRYEYTIKEWAPLSYHA
QQSLVMRVFTKLLVLDTMAADITDVNDKEKIANLYDAYIQAATPAKDATVFEQMTHAFAILCALGFSLQIPIKFPAYIIA
QCWSESFELNSSLKISEKIHYCEFQSMKEAEIRLAEESHLPPDCVIAIEPTVGDVIFVSPGESILSTPSFTTRVVSKSGH
EEYDGHDEFYFILSITCTPLTHEAKRKVFVDHYQKFLRDANMMSKNWHSRYDETLRKILKSDPSLFTKVPLKIPALVLAS
NPSIATISQQLLRCRVFLFYSLDQCIGDIVKVVEFGSEGSLLNNIFNSCRAAVATQFKMKTLENVVLNGRNDDMPLPFYR
FNRFKAALHRARPTNPNGESILSQFIHQTTIEKIPALKRASVPWRVDLVGEGATDLGGPGRDLFTEACMEIMDPSMQLFI
QTPNKRRKIATAQDYLIPNPSPLTPQSRDFFFYAGVLMTICYTSRLPEPFKFARFVWNSLTQRPVTLDDIYEIDSNFKQF
ILSIENSSSMSPQDFHSTYMLNFTAENSLGSIVELIPGGSLVPVTFDRRLEFLAKIKKFRVKEFNESLEQLRRGFNFFFP
APAASILAPWELELIICGDNECPIEDMKRNCSFPANDPSSTMLWDALEGFTPEERMLFIKFGTGRMGLPPPGSKWMTPLQ
IQFKMSEAQDAQKPLPTAMTCNSTMIIPRYSSVEMMAKKIRTAITFGADIQQDHAANFDDVVQFT               
>Tvag_XP_001306067                                                              
MSKDDLTFFVYDSVKEHVNFTTNNKELLSFGGMITKDSVAYDSFPHSSECFQIQQKGIPFFVSYYNDQTVKAGFDHKDIS
NSTVVVNNISDVLPKFPTNFVGQTVFVDGYGPGIIIESSNNKSKIYINDCGKEILLELRNDEFKILDQNFFKSILHGIVM
KCPSSIFTKNIKEHYEVEMQTKIILEIAKIQKVKFEIDWPRMLELVDKNTSYEVIAFFKRNERRIFKEFYHNPDKISIKM
VENCAKYLALDTELLSFSLKNSSSLIQSHYIYISLRDNFNFLNKNNYRKFDRQISYLLDHLEATSMKCLNEYFMFIIKNN
FDANSSFHLYELILMTYMETGKFSPAIPIYLDCYNPLGKYLLISDKNLDQLDSESYFENKVKRLFSNCFKDLRKRIVKNI
PERKYRIAFEFNRFESYPINPNADRLYMFERFIEYVDPIQLRKMKVKFIGEGGIDAGGLRREAMTMIGEEIKNELFTIDS
NGYYKLSTTDGLFQTFIGVYIAFCLNIKAPFSINLPDDVKNYIISDMKGHEEYESVRVDFQTAIPLNNLSNVRSLAIRRL
VVFGNSKQIINPADIINLLDGSSKRIRVFSEAIRLLNPEELPNLLAFITGSPTLDYNTTKISIASISGGDDENERTWPLP
IAHTCFKKIDLPPYSDPNILVEKLRAAMSYSKIISDDIDLVDFSLFH                                 



>Tvag_XP_001305517                                                              
MSSAAATSTKEAVQQLFNQFTNGCDSINCKCKWCKSCSNFPFKFNSPNEIASKVLDLLKTTPFAEMVCPNLKTESPEKVV
DIKAAIRSSDKEQIQNAFKRLFTEVEYFPYLFASKSQPIRKGNYQFESSDFKSFLAYLSHNLEMIESFRNDYYNLVEKII
ANDSKTYTRIRSIILAFCFDNFLLFHTENQISQKFFFMIDNLSDEEVTVLIDMFSSIPPVLLNSLMVCQTIITVLSHESF
SSNKYYDFIKYACKMVKHLHYASLCSEAQLPYHAFFNDPLSKFFIKRNEIADFTPYLGALSLSLKARCMYREIMDKQRMT
THLDFEVSRQNIVEESIDFLTRVKPSHLTRKLSVFFTGEAGVDAGGLSREFFYLLVNAVFSPDYGMFRIINQNTYWFVHS
DFSEPMKFNVLGTVVALAIANSVILPIRFPIALYKKLLGMKMTLEDLNQIEPDIVKGIKEMRQMVQEGKDVKDLYLTFEA
TVTMFGDPIVVEFIPGGSQKDVTNENLEEYIQMSIDFYLNKHIANEFSAFQRGFKKLESLHILDYVLPDELDILVSGLPT
RDWNIFKKGVKYENGYSQNSEPVIWFWKIFDEMSEDDKAALMQFITGTDRTPVATAKPNFLVIRRTPDVDALPEAHTCLN
MLMLPHYPSEKVMKDKIMFAIKNSEGFNLL                                                  
>Tvag_XP_001303878                                                              
MRITAQRNKLEGFPFHLVMKEWILNARSFPNFDTQRISNTEIKVNIQTVFPTTSKLHLVFNADFEKYGKMKFENESEYHS
PVEFDSDIRTFYIQIEEEPNTTINPKFFLKSDETSDMREFIIANKDQFVSDIDRLFCAESNDYVTDESSQSILQYVPSET
FMNRTINTTVTCAMILTCPALIPAHIISLRFRILLPMNWLIFHNLTGATDSQIRYASRMMPHALKLNKFMALIDSKSNDN
NHTFEVDRIKACDVRDGTSQDLSQTFIAQFAKAYKVVKVFRKRGDQPFKVRFAKELGTDQGGIAKEFVVEALKDITLPTT
GLFVRAPNAESGDATNADTFIPIACSRMHEPHKLYRAIGAILAISIRSTNNRDTPLAPFVWNFLATRKLTIEDIFSVDSS
YRDLISSLEAALDMGMDDDTFKNRFNLSFVVRSATGDEIALTELGRTKVVTPAXXXXXXXXXXXXXXXXXXXXXXXXXXX
XXXXXXXIVK                                                                      
>Tvag_XP_001301850                                                              
MGDCLLSFTETGAALTKALKDFGNIIKSGKSRQMIETYTLNEIKVAIVHVLSKGDVDQNIIMTQDIIFFLEEVPDVIEDF
ARSPILSYISNMKTQKPELTENILRILAVFFDYIQDSLLNINITPLLQNLSKISPDFIPNAVDLLTGIINAYNTFPNLPA
IGDLLQSIPNLNNETKEMFLNLAALMISKIIPEELPVDHLFTCLKQIKEINSQETCMNLLIATNIAMRFKPSFNQINSLL
FNFNEIPILPQFKGNTEIFNLSMQICINLFPKTEFPNEYAKHSCPFGVNNNKFAIQCIDSITALFYQYPENELVTAAFAG
LLKFRTIRPSEELFSAMKRSCSNPENIACNLHIASFLDDMTPLCKNRVISKFEHSKFRREKWFSKTWQKLQKKCSPMESP
ENILEFGELDEVLEIIGSNILPPEKLVGGPLTRLSELIKEHGTVMDLNVAPTIEVALSILETLQFDHEQPKWRNDDIRSL
QKCKIQVRCGDLQLIVSFTTSMAYIEGSFNLAYNPKCKDSLMKSIKNQSEFAKMMLQEEVDMFEPARFAVFSRIFGNPEY
KFCSFKFNGHTFNIDDSLSTVIATLNPSLRSIDRLKIEFEAVEGDFPRINFPIPDICLNDAYKEILDFLKLIHEMCPNIK
LTDSSFAKSVIRKINSPIEAILRKSAEISFVYSYPFLFNFTQKLFAARTVLATPNDAIEAFAEAFSIKNYISNLTRHKIM
VNRQDIYKTGSLVLHIAARSAISIGFIFENEVGFGRGPTREFFQLMSRELMKNERKMWLSDNYTDEYAYTARGLFPRPDA
NPDDFFTLGVLASKALQESLFLDIEISPAFVKMIFGREVTFEEIDPVIANSLKDEDGLIGLDFTYPGLPLKLTDKHEEVT
AENVKEYVALVKNAAINGIEHIINQFRSGFSRNAELLSAQLFEPEEFSRALCGDKALFNARDLQMFLIPKFGYTKKCTEI
KRLINMIANFTPQEQRLFCKFITGSERLPPGGLPALSPPIVVGRRDGHDESFPSVSTCSNYLKMPSYSCEQIMKERFLTA
MTYGNTFTFS                                                                      
>Tvag_XP_001286488                                                              
MLKNKICDAKIGDYPSIILFFANIGLSTLTEVSDDYFDYSTPELNPIDNYFNDDANIKVGWLNDFRDWAAEGTIGYLKID
ITRTHSHGVDYDSPNLIRIIDYLARDEAHFPSKIIAFRAKENKLMYVAEYEGTTGQDVGGMFRDSFFLMVNELMDVNIRY
FIKPPSTLHCEKNRLVPASNLPIKVASTIGSLIASAIATRNAHKAWNLPRFIWDSFVTNSDLSLLVDCDDESYFNSLKNI
VNAMRKGFWKVIPLDKVKNFSGRFIEGLTCGVKKELDFNSFIAYFNPPSRNCVVWPVFTQAISKFTSQEFSKLMGFITGN
ETPKNAKDFCLKLADKSTSYQDENSFALPFAHTCFNLIEIMPYKTPELLRQKLIICFSFQAEFND               
>Tvag_XP_001330132                                                              
MKLYPSIIKLLSCGDDDIPSKVFKKHLVYKKIDLPLINMLVDAFSELSPDEKHQLLIFITGSATISPYSTDKITVEKAWS
DSGGWNGYLPRASTCFKTLYLPEYDSTEIMIDKLRKAMYECLITDNYRYFDDSIFENDE                     
>Tvag_XP_001276825                                                              
MTLSLDMNGYSDVIRKLRGNSNEVMSGLEILSNLLIFGGGSDLGKYNVQELCALLVNVIRSNYTLKHKELSGLCIHNLIE
TLPLSSKFFIISNVITVVNKCILDRESNDLVDTCIQILNSLSKISPGTIGEKIGIECFVSCFDILCPATQRVSLQTLINV
ANELLVPSYSDFIVNISHIMSTCDDKTLPLATQSFILVLRTTKPTFVPREVAHDLIISLPKVTDDNNTVFLLKALQVILN
TTNSYDLFLENIDFFNNICYNPNTIQKRTEIVGIVLDFILSIVPPPNPPLPKFLWPYDKKTVTNTNEFTKKIQPLIINLI
KDRLGSEDKAISALTATLCMNQPPFDQEFVTIILGISQNQSLIPNVLGMLLYLKDLAPFAANGFLNTVDPKNQLPNQRNW
VNKTLNKLRKRVGIKAETISLDINIKTMDDVINLASQNLPPFELISNGVATKLTKFLTTSFLPRTLPEPFLQALQIIADQ
MKISLTFYQLPEEVDPIGEDFDTFSDFGYPIDIIFEDHTFKDISVDLTTDLVAIEAWVNQQINPSMVNEKNLKRAMNRSD
MSGIIYFQEQKVRSCSTFGYLARSFGLKGYKEFTFSLDGKVYPALEPFWHVLTTAYDNIDSLLDNHPTFVLKVGDCQRPS
RKFRDILPQNYGIPLALLSAIKNIAPTVDCCSNQISNLMLQHLSCPSMSSSLYNEAVNLFYSHPFLFNFESRFIAFLISS
LDMPTVLHTVETQLTKVSDDRQKAKIFKMKVHANRNKIVEDGKKILQNLPATLRIDVDFVGEMGFGIGPTQEFYTLLSRE
FCRPIRGLWRNSDPESEFVYSPMGLFPSPVANPKEMRLFGILCARAIAANCLIDVPLSESFFKYITYNLKKKQSANQVTI
DDIDPTFASSLNDKEGLIGLDFTYPGLPNLELKKGGKDIEVTAENVDEYVSLVKEFTISGKIKDVMRAFKDGFSQIIPYD
SLSLFSPKEIIILLCGSTEKWTKEYLAANVKIEHGYNSNSAEINNLFEILSEMNDDERMNFVNFVTGSSKLPIGGLANLR
PKLTIARKDDGDNHLPSVMTCTNYFKMPAYSSKEVMREKILFAISNGRGVFSFS                          
>Tvag_XP_001313381                                                              
MNTVSYLPKTHPISDFSDVFFTTVSMDNSDDFKFSQYQKLVKLKTTDIQRGKIISKSFFHTKPDFSVEEQTIFTISEDQR
LDNQNTNDYTPNISLSVINSFDNLMNELKRAKTKDIGYIIDRFSEIEEKFPDSMPSIIEILYKLESISNNIFNSLQLLER
LLTLQNFDISIDRNVQKIDSKGEKLISCYFDGKKLQLIFKSEVFDDFAFYFNENDTDVFISATKVQYKRSRDDKYTVKDL
KDFVDPSKQILSVCKSKIGVSIVQKVSEDEISIKLFRKQFLAFNPKTFETSYKFKSEIDKVFNYKKFLHVYLKNGMKYDI



DLNKIPFTTKQLTNNSIYYDGICFRTSDTFYTCFLDENENFYVDTYPGSNYTDLTKFIPPCSKSNVEYFINKICYKYLES
LSDIFDDLMHYYSEDRSKVFCQNPEKIVNLCYEICMVTMESNYNQTTKNHVMTLISRLIVLNLSYVGCKKSKFTFNSMTK
IFYVLKRIPKDFVMSMDTLFTLIALCSYDIYKADFVKDFIEKLVQISDLDLEHLLMKKSISILFLKKEKFLTKFDNQKLY
DFLINKIEAAYNINTILEFDSELVPFFDLYLTFSEKMLAENHEFFRKSMNKLRECVNSFTNCPVLCGFIMKKINVMLEPL
ITTFLSQKNSQEINEYFCSKNQEHKMNSKTFDFTFQLVDEPKFSIPFNMDVPILAHDHDYNCGEINFNGEPCIRNDYQNE
LNFEGTVIEDSEFCKFPLKGTEIIDAPKLSQEYLDVCNAVFIISKSISICLESFKKTKIEEENSPLLENIIKTTNQIKVP
RQNSGTIVERSSRKIISRNNTCFIDEQTSKEFISDIILNKNSNLIENLKNFIKTVFKKVPSEIEETERYSFCALLWRSNL
ISKAMKNDLDFEIIKVWKLNLKVRTELMRAKQNRSIIGYNELLKEVKSKSLYLLGLNQDKDLKNSVSNTLKFLLSEMMMS
EIGFLINKQEKRIQIHDDAVSFCMKLVDKNYIPLCFKHFLIEWIDVKSKFSTDKKLSEFLISKSDDHFFNSFALKFINYD
DIFPDNIMNEEISNMLKFVPYYDEIHEKLKFIGSNTYQIKENRYLVSQYVDVIRYQYQGKGDELMSFFSQDLNDETLGIL
VVLGAEIFENASLPGFFDKNQNKMLPKELNLKNPNDMEFNFLVQPPSVNLPKEFDICQIINGFGYKNVKNLVQATVLFSF
LEKACEYSQENKEIVEQNLRKTKINEFCFQKIFKNLTTLQNLKNSFWRRINIPNNTPTSNTFMCLCNGVSTENVLQTNHF
GKSFFVYNNKIHPNDIFKLKFDIKDRENNLIWIGFINEKEEIIVYDVAQQIYASNSLNHYYKIEGNPYSISFEQRRDGVI
GMHVQTLDNDQTNHKFYNEKTEDETFALFQDFRNNDFVYPFVFTLNNKCEIHFEFQFNEVNAIEKTFKSKISNQLYNFEF
PKFYIGKTVFVKNVGEGKIIDLDYDNLTTIIKRTTGESEIFTFNTKQCVPINQKQFSCFRNAQEILSLFPSEKYFYEEKL
LRTTTKLCVFTARKLISKVNLGLNAEEIIKLISFKSFYLHENNFKLDFKVDLKYFENLKIVDQKLEKIDGIFPKFINDYD
EKLRVFFALYKLCEMNSEFPILEIYPKISGKTLQENKIFFEMLKFLKNIEIKDFETAEYYLHLCELENPNQNVNIGALWQ
SICYKYFNENKEVPMIPNRDAWNKLSYWATCMFDICKHTIPYQLLNLPDFNYKFKLQNQGKIQFNYLTKFVEGKDVKLDS
KDITNEPFIGDHLISFDPLTNNEFELIIPNNSTKEEIEKFESFDFKEIDLAVAEFIFFGANLKKFDGIPDWIIGIRIHCL
TNATKLPLVFTLFDRKKAREYLEEEIDKNENHKETLEISFDRFDTPKFTGRWNGQTMFSQYVEQVKDVKDLCDSCRPWYT
EFVGEGAFDAGGPMRESIAQIAEELNNPNLGVFELSPNSILNSEKILIPNFSCDEKFLSYAGSFICCCMITDHPHQFLLP
DLFWNYIFKGKIEIEDLLEIDAKINEREDKEEYFNKLCEKLEIIRNGFLKVLPNTQIISMMSEKIIKTLCCGDDTLTLEK
LSPYIEGVKSEILIKCLSLFSSEELKKFLEFVTGSSTIPSGHFRIKAHNYYMDNNDPIPDEKKPLPVAHTCSSDIDIPDY
ENPAILAEKLRMAMETTLINDSDENLNFDFLE                                                
>Tvag_XP_001307605                                                              
MNGSIVSLIKEIPFASESLSANFSKAALSRGEIDFDMQEYLYKYSSQQENQLLSFTHIYDKLLRKIRSQFDQNTKNYTRF
IINRVPCEDQVYSQMLSTENFDEIPDSELYYYITQSENKIDPLNYSKLLERVLKTAYPRTKLAAIQFFMKIRYNTAHAQF
ELPEINHNKIELVESCSMNNWATNETFLQYLAKSSTHCLQISIIENSINVIYILYKNNQGFYIFNINKQTILHDGNTIPI
SSILNFPIINLSVVNGKLTFICLNGLRSCAIQLDDDAVPSTKITKEPNDLCKLFDSPEKAICNIDGSKVYFNNQSKIVGF
DLVSFTKINPPDYYFKSRINYIGDEYLSITATDKIIFFDKYRHSYLSRYTPIIRPSFPSSSLIAATIIGIDMLDELTMTF
EHLIKGIFLPNDLVSNQDQNIEEGMQFYEDLHKSDIDPAFTFIMDTMLMRFFALNLRQKVSLNEKISDLISRFISRCFSK
INTTVPHLNTIDMLVRTTNSGVYWPSLLLNIQSHFTDIFSLPQSLFFDMTSEYEKLNDDDLLNVITIRMNDIYYLTKTRK
SSEKKNDAKTTKSIYDREFLSFFKSVFSLIQTRKLSVSRILLKKVLEILSVIPLRRNLAELSLNFLVNELNLNKLMTDDV
FPDVCQWFADDRKPELYTIKLNTTVFSSENNYNDINLELETPFDELMITNEKNKPDNVFFNFEEFKNPQILNGFELNLSI
ISAQKNNQFLINGTETKSTSLEFLKYCIPDSIFSLISLVVNKCLKKLEKVIEISEFERQNQSLLNLLFRKNKEDDFIYEM
RGKMKFFVKEVDTKEKEKLLNSHQINLVLATENKFTKKLFSKEDKRLATASRMINNNNDYFKSILQILVSIFYSCDYLKE
FNELLEKEKIDPLKMPEWFEAINTKFQSLFTNIRKSIQDEANGRQENDGVLSQISYKYKFLMESQLDSRNREERMEDIFA
IYSLDFKKSDLMNVEEANRKRKELKNEISQYVKKFMSKFTNKNLSAAIYRSFIQLFDLEHHRDLVDTFDSKMVALNDTAY
TLHMIPFTSKLENVAEQFLNARSDFIRNVTLIIYAIFGRTNYVMRNVTLLMEGNENEYYSNIYDTATTSQGYNFLMPKII
NSLRQKKDAKFFLQKVTPELDQNTISAFILLGAEIFDSDITRYVLVGDNCVSVNNSKLTDAQKKSNPSCFMISPPNFEVD
QKLTKSLVEIIQKMDFNIKDITTAIKNCIVMSFFSKVMKNVKNPQEFALNFPQISRVSKEINSTKIPAYSSNVFCHKIRQ
LMMFSEIKESKKDTLICLSQNTSANRIIKGSVYTSSFFVYTKVVGPSFAVKFNFDKFTNQLKYLGFIDEDWNCCFLSFLD
KRIYMDKKSYPFNDNMTKLTLTGVDNFVQFNDMKIDFGTDKNKWIFLITVCDNSKIKYTVEKAVINPKVTTEKPQEHQFD
VKKIFPDICIGMSVKLEGFYDAFVRDFHSNYFIVDAIDEEIDAYQSAIPCRYNQIEQKQTDFESIINIASKTYEICDINQ
NKEKLLNIIRQYTFSIMKTFMNHFDPSNFIIFTIESLAKLTDDAPQKQIDEIKYQIESDAKRKQILDLIVQKLKEFDSSP
QSKKTKDFDALNNDPSSSYQYAFFQGWNHGLLMQKTFINGCHFLFDFEKICSAFAAKILVSFKNDVPNNVDDAKLYLKYF
DLPIDYKISASIDFAIYLNQIVTFVFQNDPQFILQKSDHSKLINSSAKLLCKELFTFISTNQGDKMTLLPLFSNVTTKME
RHRFTIANCSNLLEVIDQKGVISILNPNTQKAVKFFRYIPEQDPKKCLTQWKEWNNKDFRQCLTSVVETIQSLKTVNVNY
PNLVVYYCHLAYCETNGIPEDYYDMKGPRERIYNQLQYLTSLRGFDAFQGHIDAGKFIVMTIPIKETYARTFSYNNAKVI
IDTWAEHSKRFKTTILKEEGYSRMRFYMAIYLGETGIDASGLFKDSLSQMVDELMDVNFRMFVPPQPSLKNVNYGLVPSS
SLSEKRSFAIGALIACEVATNNTAKWTLPMFIWNYLASDEKAVLEEFVDCDDKIYFNGLKSVLAHIKKGFNDVIAPEKIA
HITGNYLKMLAIGSQEKMTLDKFKRFVEPNGNITNVLFDAVAAFTHEEFMQLIKFITGQNTIPPDGIVIKVRSSPPRPNQ
RTEQQYAYPVAHLCFNTLDLMPYRTPSVLRERLLFAIQNSSEIND                                   
>Tvag_XP_001306056                                                              
MNAKTIVHALFHQLTNGCNKYNCDNKECRSCKDFMYSFANPNEAAKTAITLAKDYTNHICKGLPPAFAHPEYIEVSKKFA
EILKTLIAKKNLDEVKAELTTLLNTIFSSVEQFEYLFLVNDQMITRKNLSINDDLIQDVSELFYQYSDFFITFTSQFTNL
INQIVSSYDYSAHYLRAFLVIGAFRFYFDDENGIVSEIYVKLMDKMQKSLPKDARLDLFDQFRASPHLAYNYLQMCHYNL
TLMALLHEGPVTFTESQSIYGTTTDFLIRLRDSSDSPNSILKTRDFYNDPFSEKIINDIKETHRFNLNSIEPSRAVINIE
TKSEILRAVLSTDQEMASRDSLFESFLRGRVNENDIQLVISVRRSNLIEDSIRELSKVSQKQLQRRLTVKFENEPGVDAG
GVSREFFYLITAELFNPDHGMFTLIDNSFYWFNISSIEQTYLFNLLGTIIGLAIYNGVILPIKFPCVMYKKLQELATSVE
DLKEIMPQEYQSLMSLKELVAAGEDIEDCCLTFSVTYNKFDAQVTEDLITDGRNIPVTSENFDNYVKLYVDWYLNKSVDK
MFDAFKKGFDKLCHRPEFKIFTPDELQVLVSGEDVFDWDALRLGTKYIEGYKETSTSVKMFWEIFNELPEEKKVKFLLFS



TGTDKAPVGGLAQTHLVIQRSADDTKLPVSHTCFNIFALPDYKDKEKMKKNLLIALEHTEGFGLK               
>Tvag_XP_001303984                                                              
MNEFNPDYVFSDEFISNIDIKPLDEYYITTEDVNYIVDNERADLLKDEASKAMKSMCPLSIFIEPTEKKIREHIEENFEI
ESLTVDKYFSDLTPKNTDQHTEEFDFDLNISENKLLNALNDLSDEFSNSKYSIKSIIKFFTDIESKFNKKNVHDAVSSIL
PDIAAVLKSSRFYLFLLERFIDETLQENYVYNGENTIISIDIHEGTEYILDKYRGLISPKLINFKVFDDSKVACWNKHIY
VFTPSKNTIEYCRLKTNNNKPLTTSALDKIIPLYKILSIYHFEKRFCFIQLKSLKTLLVTIVRGNLLSETINKVEKEITV
DEEILGTFFLDHKLQIFTKNGPLYATTIDGITCSALTKINKPYNYYPLAPTLYHQEKYYSFLLIKEQIYRKQYKQMKDWT
IFIPYLYKTDSNENIISNIIEELMYSADTRFKRIYSGSMTTDPLLISLTNQSMSNLIVLLRIFEKSLNMRPELREYLVTM
LLRLIALNLNAICVEDNEKIKNTDLIQKVQNCLLIAKEDIGGLPILDSLQMFLLIVFRYLYTNQDFVNRVFWSLNVTSFD
FKPKYGPQTALSFNNLKVVENLETKFPLFVQLSNKFGLDTPLQQFIEIFFEKANELLNSNQKDKSLRLLKVFYYYSTSIK
QTESLAKSIIISAKKFMENISSKNTKTNLNEKFYDQNKPLKFLKEKFEEKYQFALVTDGKEFGFSVHPQRVTNVKITDVK
TGNGDIFVNGQRLEDDMTFTNQNELNFKVIPNFERFYHRGFLITGQKYVPCSDKKFLVPDSNLFLFSYFYFIMSRFCNLC
LNSLSETEEEIQKRRILQFPKSDAGLQLSNFVDEELFDISYDLLEKKSLWRHKTPPKEVLLVERNIFASSLCCIGLVDSF
FELTRKLLESKRRKNLENSKRNTENSKCETQQNNENPKSDKLKDNSKSDKLKDKSTNKDDDPKSDTHRNNDPKNESHQNL
DNIKSDIHRNNDNFKSDTIHDNETHKNHNSNQNIDSSKSDTHHHNEKSVNKENDKNSNKESKSDTNQMINNENEKNFHSK
SDTNQSVNDNNYKDTNQTISNQNQISEENKNKKQIDYYEGIEIPVNLLLVYKSVQKLRPMIYNSFQFNDKDSPEIRQNFE
LMSKTIKEKAEFLMNTKSDLEFNESLKQIIDFFKSQNTLSQICDIVKISKEREIYKKTAISFINLFENSSKKDVHKKVFY
RYLNPKCDIGIREKLEPKCNVFFNLFYLSVYGFDKNSISFLPRFSKDKKLKPFLEMIIGLVFKSQNEDLKTVLQKYLPKL
VENDLNFLRFLPKSVMSELFEISKLDITKLDNKILTNLLDLDIHQEQIEFLLSKIGKNIKSIFSKTNGTKNLILYLRKLF
LNQKKPFSDILEKIIQKCQDLKSDTTIGFLNVFGNSIYSSSSTNYLQKSFSDEKILQNQFKINDFLNFTPSFSVSPPILI
LSKLSLNVISELTKQTSQIINSDKIDVEGNLAVLSLFTFLMTQFQNIQNVKNINLDVKILEDLALKTVKKPLGMLYHDFE
TTTRNLNGFPTISKTNFIKFIHLRSGDVTDDRTLIGVEEDCCVFVLSKKVKRDGLFWMTVDVKKSQNNSIMIGFINKNLP
VRFMGVDLRGNIIYPFLENLIPLHPSKKISICYKNRTFCVFSNDNLQDEQCLYNISKSFYPIIVTFYNECELKTEFNYFL
TKDTPKYIQDHIFQLKKPVYVDPPESDDFTFQPPNYYFGYFVGSFVRLRKEKCNGVIFEINNSMMKVIAFKDDEEFVVLD
STEENIEVLDESLTKILQRSSSILFNSLSNDDKEKVTFINTRAHNKSSLYLLSSLSRYILILYYSFYNLDKIELICKFCQ
TVFEFCDISSIEDIFTSNMKRLLINYRPKILEFLGKSIIQSKNSKIMFQLLEKTKPFSNCLSLKKNKVFIVPNNVSKDIL
MKKNEFLLGHYLIEKFVKDDNTTIPLIHLFIVLLEISKNDSNFLNSSVYYCPRIFPENDFLSNNLLGILLETYSNSELND
LDSIIYLTNFVSNNMKFDENMTKFSLQISDFRNKVVQKLSDFRDIQIYLSETDNEFVQNSDNYLLYLSFKNNRSVTFYPI
CVSKFLLLRKIKMILDKKGKFEYNFSNKSVVIDIFSYLSQNPVVVETSQKVTNSLVLPEQFTLENPEEDPVYLTVQVLVD
DNNYNRLETLFTKICENKKWNYSYDEKMMNGEEISEFDSDTVSLRKSMLEEVTFFVKTVEFLPWNISFEESCRKYEEALF
NFGYCREPLTLRFNRYQSRKFHETGLGVSLFHQFTSQIKSFDRLDFLRNKERIWKTILISEEGIDSGGPMREVYYDICRE
IVNPNNKIFILSNVDKEKLFPNPFVSNEFEFICAGALIGCAAVSYITFDFNFSPFVWRYLCGIDLTIDDIYSIDNSFRDF
VSILENSNSKESFSDVNWSVTLLSGEVHTIKPDQVDFSEKDYFIEEIKKIRINELKNSLELIRRGFYIVSPVPCNEFLTP
KYLEQLCRGKTEITSEDIKMILVSKNYDTDLLFKVIDTFSEENLRDFLRFSSGYSSIPAWNYKPFISVYPMSIKDFENVD
ENDEKTWPLPTASTCFMKLIIPQFTNFDILREKLLTAIYSYYILQS                                  
>Tvag_XP_001303879                                                              
MFIKILKTFSEEQCQMLLKFATAREKLPSQTQPGPVLIVDADRTKVDRCPTAATCFNQLHLPSYSSYEIAKNLILKAITY
TGTFENK                                                                         
>Tvag_XP_001303217                                                              
MEDIFLFQLTNGCEKIVCNNPNCANCPKFVLSNSSYIQKKQIALKMAQNEESKKSLCHHINILLCNEEARQILQDFEKFA
NNFTISTSPAEILQNINPVFTNFMYFCQLFTPKDKFITKTNLLINDQKFFNFSTILSSIPSLNTQIYNLISSIAIDIMNW
KNSITISIIRGLLILFYFPSIFSPKSSESLLLSIFIFIKTKLEHQDRKLFISELSKCPNLINQIIGIVHCAISDFYANRE
KPDPYSQQVIYMLEVMNLAFLANERSNSPLPTSIFYNHHINDSFTQENRFSGHSDPLIEKFSFVLNLNTKIQICTLQTDT
IRAAVFYSDIINNMNVRSNIFLDLLIRRNHIVEDTLSCLSTVPYTDWLKKLRVVFEGEEAVDLGGPSREFIHLICQTLFS
SDYGMFELYGNHYLWFTPLASSIEDDHLFTLYGLIIGLAIYNEILLPVHFPRALFKSILNFSNFTLNDLEQIEPDVAKSL
REILLMPENGENVADLCLTFSSVVDIFGHQETVDFIKNGSTIDVTNENVEQYVEQYIKYKFIKSIQFPMNYLRKGFSLVC
KAGMYQKLTPDELDLCMSGEEKIDWDFIKRNTEYSGYHKYDITIIRFWEIYDKMVEEDKRKLLKFITGTDRVPPSGMMFK
MKLLIKKCDDIDRLPSALTCISQLLLPPYPSKEIMESKLYYAIQYFEGFGFK                            
>Tvag_XP_001302505                                                              
MKGKENDIKAKLENTVMEGEKDPKFTAGRDINQLYNSTYGASQIGIFQAWNHGIFYEKTFVQGLKLFFSGVYKPLLVDYM
LKNKICDAKIGDYPSIVLFFANIGLSTLTEVSDDYFDYSTPELNPIDNYFNDDANIKVGWLNDFRDWAAEGTIGYLKIDI
TRTHSHGVDYDSPNLIRIIDYLARDEAHFPSKIIAFRAKENKLMYFAEYEGTTGQDVGGMFRDSFFLMVNELMDVNIRYF
IKPPSTLHCENNRLVPASNLPIKVASTIGSLIASAIATRNAHKAWNLPQFIWDSFVTNSDLSLLVDCDDESYFNSLKNIV
NAMRSGFWKVIPLDKVKNFSGRFIEGLTCGVKKELDFNSFIAYFNPPARNCVVWPVFTQAISKFTSQEFSKLMGFITGNE
TPKNAKDFCLKLADKSTSYQDENRFALPFAHTCFNLIEIMPYKTPELLRQKLIICFSFQAEFND                
>Tvag_XP_001290480                                                              
MRKGFWKVIPLDKVKNFSGRFIEGLTCGVKKELDFNSFIAYFSPPSRNCVVWPVFTQAISKFTSQEFSKLMGFITGNETP
KNAKDFCLKLADKSTSYQDENSFALPFAHTCFNLIEIMPYKTPELLRQKLIICFSFQAEFND                  
>Tvag_XP_001281621                                                              
PPSTLHCEKNRLVPASNLPIKVASTIGSLIASAIATRNAHKAWNLPRFIWDSFVTNSDLSLLVDCDDESYFNSLKNIVNA
MRKGFWKVIPLDKVKNFSGRFIEGLTCGVKKELDFNSFIAYFNPPARNCVVWPVFTQAISKFTSQEFSKLMGFITGNETP
KNAKDFCLKLADKSTSYQDENSFALPFAHTCFNLIEIMPYKTPELLRQKLIICFSFQAEFND                  



>Glam_XP_001709054                                                              
MGAVLSGRPHVSAPTDPSSLLPPSHVNAIDASFHNQDDSFPYVVLFNGSHYDLFIASVDGQPMDAVLSQSLLYLNFCIED
DPPAVDSLLLPSRRGSFEGRLFRGQLTAFITVGHVIRAVLYSEDIISNLTLVLIDKYPATGKRARNGRPSCERLSPTYIV
TPFYCPPLPGRGSPTLFHDVRSIFREGLVVPQLTIGGFGKAITYRSVRVFTSPHRLSVYATQSPHGKDSGAHEASWLTGQ
ESIFRDTLTVMPLIWRRPDAVISQIAPHYPDVSKYDVPVIRWQHVVGMDNPSTTLLCSVDGSQLEDLMARRERHGSIEDP
ALIIVFFAGTPYRMYWDLKFHHMTTAFVRRIIEYFEAIIHDAARSFRPATPRESSRNMQAHLTPNRATARYRVTVRRSEM
FGGILSRFLRIPVTLQYFIPQVKRIADAPYTRVPQVTFDGEQGVDAGGLLKELLVGIAADVHESGLLACINKVDKLWSIA
PECGVADLSICQDLPSMTRITMYRVIGHLLAVSLIKDFKFPIALSPALLFLLLHCTVSPVGAHYYGEIQYSSTLMALKET
AAQIFHEKITGRKHLSPQRYQSYLTLRGCSLIAAAITQGKTLDAFPDVQFGPWGVGVAALSLHPYDALTLYCLDMDTGSS
NMSPAYLLFPDLKAIGMDGCISTTLQSTNIRTDTNLIAFDRLIKFYRKSGHMFRNLSRRKVYTPISLVSAHMTGPSSVGK
ENQMSTVLCSDSSEESEEHKTNVEASAIETDADGTLPRNKGAVYASHLAYSHILGLIYYEACALADGFCTLLRMAGVNLT
NEQIPVTYILKRFYATLDPVHLTRELILRHFRFDNTSTEEARQFVRVCLALTVAEQASLLRFCTGIPYLESNVLVTVCFS
LPKGFLPQGRTCANLLELPKKSTDSELLQLLRDAMEHMYYGFL                                     
>Glam_XP_001706878                                                              
MEGEYDSDVTPYDSPQPESIKDFLLNFNPSRFRFAMPLRRQDLDPPLLVAETCNVELACGREAILSISRFKTRQHRLRYT
LARLRERTSCPSAVCNCPCDNSIFVSASDHVCDTMEAPTIVPLSLTSDAQINPQSSRPSSAGSAEAQTFLHNCLNNFADP
AALKQCTQMLRENNNLLPSELVTTSFVGNVRDCLVELGAMLSTNYSVSNVLTIAQKQFLTELLRRTNKFFLSNSRRYESA
LSFVCALWPLWVYLSQVFDKAICDVVSTNLNTITKFYSINVSKRVGEYIQAMQKLDSTQQGSEKSIDDPGEPVGKSDDSK
AVAKLSVDNIISSLPSHSLLRRFCDAGFKNPFLQAASCKLTCQLFTICNDLVSFHPDLRMLIHGGVTFESLQSLPLSVES
VKIARYTSSKVFLLQAQRVYRKYGDEIAADADLDDLTLLLHDYYFHVIHSMTEDGVEEPRDAPCDVNHSGYMQHSSLNNV
SKSDEPEETLTDMFYKRGKEVDRAVLSAINLLKERAREDAVSPTFTGDDGSSDEDDAAVATELARLMASPPSDSDSDVAE
STTTATTAIDSSEEESGHAADPTDELGVALPSSLCTAVNVPSNATVATAEPVIEGPVTQLDDTPNDQEPTPQLPEGKLNE
QADEESRKDVMQSDVYDIRQMRAISEDYVSNWLSHNFLEDEMAMSLETQMRHMCMFISSVSLVVSEADSEAINTEPQQGQ
SFSEQEEYLLSQAIEKLATRFVETVSLDGPLNSVSIALIHEFLCIFLYCTSLGFVGEFECINFDTFLQILQHVDLYSETI
RSVNRYIKSMSLLQNEDIRESLVSYDKKIFDFLLKKFSIVDDAYYLNAENPALVRDTRLTNLQSRIQNVDALSATVRDLQ
RLIEKQCNMTTCEFISSCLIEHQCLNCIIMDLIIRSQKDFSAFLVANPDQLLQLLHVCKDNLLNDVPAKELATENIDVTL
RNRLSYFLLMLFILSLLDTDTIVHSMQLLLSPVANPEETCADGTTAEDSTAGMEKQHITSDPTRAMSTFTIDNVVTLICA
YLQSICKYSQQYSTDRSITYTLNTINKPARGSGKAIKIPFELFRNKVDGSIYFVEGTSVAKLLTVITEPCYAGLFEKSYA
LIPKLKVRSDAGGIARRLLTTGHLPLVGMRTLNTDLYDRIKLMTGRERSEDLRYVDKAIPRILLASLFLDRVARARIPIS
ASPLESLLMTLEYLVHKKLITHLADPPDGDSVLAQSLFCFPAGIKPKVSSFIVSLFTLSKHPISMTLSYALFHWLELPAT
ELALFYNTLEKLPNFGFINLPTERIAAALAAKDDPESLDIVDPHSAEQAPASLLAQQGLPGTLAATQVQAEASSCSLASF
ASTDLLDQSLIHSPVDKLLSSMGTQSTCAFQYQSQAILEEYTSLAQLFYRSFTHVIVILLFALGNWRCYPLGQFLYLPAE
RISQLQGKTFSIPDRLTMLNSLSIILGEIEAIVAFIPFIQQTLPVVTLLSGCLAHIDEAIFLGNEPIIRTLLRILLPGEL
YFSLMRPPSAQTGQMHSLTSSLATKPLSAGGSILPARPLSSSLTTKPGYFMTGSINQSRGGLSVSLKTKQMVLACLRTTL
ANAIQMCALSTLPQTYPFYNIYTNELLQLSQLEICSIYLIGWLRLTQNLTLCYDGALVAQLVTILSYFPQLRYGIQRDTP
EEPSELEHAASFNAFGSVTSNATPLMHTNSPALRPSSRASTASKATLRGISAGASSLNFRSIPGLFSPNFNVVSTPFIAL
LFPAFTFDGAVSNFVGWMIYHFLLGYVKSGGLEGMLHQIHISEESVPLAGVSVHADLDSGPEKYIESLTSYFSTQMELVS
ACKNICSLVSALTSVLQYDMLHLSDSSMQLGHKLSAHVLQGMLMALPGTVCNTGESMFDDPNSTSRMAKILIPLSAPLGA
FSTAGCFAIDLPSTQVIKTDAEETDTAKEQTEETKEETEKQTLGTKMIDVYVPAPKVAGSLSETHFSYLSAESRLADVWT
SYQVFLTSEYNEYFFLQSHAIVDPACLYGDHLGMFFALCSYHIWFRMLLDPLFRRSTLIMSVDDQTDPYYALYSEVQHAH
RCYCLEAGHLSSVWFGVDLIAITRILRYPNAETDEADIAHRKQLCLLKRACIYIAELKEALHVKSPTEGLYSHLVAQQHA
MKSVEEHTILGLTLPSSGVDDHTIAQILMEDLAAQSKQEYNSMVFLGALGDIYLNGAALFMLSFDDKLFMFRHLMRLGSN
CYLPEQTMSETMVEATKYVPAQSTTLEISVRRDAPLQSLIEYLDQNVAGSQAALQKPWRVAFLDENALDLHGPRQEYMNL
VTSDLMNHCQAFSRKNYLPKTCKTSASPLKRQSGYLEYIILAYLISRSITEFLSLSFDIPTTLLRRILGLSFKAQDIMLS
SPEMYYGNLIALLNVDRSRFEDCVGLDITDVPFDDAIDTEHSTIKYSGDTMDHVNMMVAEITNRRSVPINVVAKLVQRSL
PSVDLRIFTPVELGLVISGINELSSSQLVSLFKWIHPPPDVSSSLVSQATELAFSTVLNELTFEERADFLCFVTGSSRIP
PIGFEPELKVQRLAADGETPDTKPEDIDPKKLRLPSASTCFHSLKLPPYCNPADLKRVLKISVSEGKTFEFA        
>Glam_XP_001704118                                                              
MQLSPTPYISVQLKYGCGDPNCTNNHCRSSKSFSHMLPDDSGDSKWASQLAKQITAQHGDAAVCPLTISRILSLWLKGVD
LLPNATRLPLGHFLWKYGNPSQFSPDQGLQDFINKLDRLKLVQLESCIPFEFLTIMLRNQLVSFDGLSSFLFHNFTLPQA
ILAIHAFFETIFSVEEQRALAAGGQSKFQDSSITGTAVMEVCGPGMDLIQTFCECVESFTSILEASPDCITSNDKAIDAI
ILLMTLPEKLLCGRQHLFLSLCDLVVHLPPDTLQVLRLGLESFCTVFQAELSHYVSTAEQLAVLQNSSIFSPKLLLERLV
KISKNYLSRLLLVKEVPNKRVTILDLKDNGDSIYQVLHMISILHALNLPFSYDTTVLSADTVKSEEQLNLLAETAGDRVD
DRPEVKTRFIPESLFMLEYINSRSYLFAMDAKYWLMHYKEINNLDNASTTFLYSREQVQHLSSLAFLIYDDELSRTKVSS
LLALDNSLCKLSLTPDDLSTEEIKYQGPITQLNFMELAANMPPSFRTQMSTIKDIPFSAVNFTFLSYPFLLDPMIKVQIL
CAECCYENLFNMGTVIYPNRFNIFYDTLDHIIGHSPEDEHGWRSISNRSFLRKPLRITFDWEDGIDQGGPRTEFFNLICD
EMFSKALDLFEENQETHSFYFNRKNGTVAEGSEQWIKLSKNYCFAGMILGMCLLNRVNITNHFPRVLYRKLLGYKGVFED
LENYDLTIYKGLCNLYNYAAQLREGSNLPSIKDTFCLTFTALGPNGEDVPLIEGGQEIYVDEHNVEGYIKAYANYILNDS
VSRQFEDFADGFHLLVRSRSLTLFTPADLEIALCGEPNLDFIALKNNTKYDEPLSPTHPLIIWFWDIVLNVMTQDQRKAL
LKFVCGSARAPVGGLSRLRFKITLNGDNDQFLPTSHTCFGILMLPNYSLKEILQERLFKAIQYDEGFGLK          
>Glam_XP_001706167                                                              
MKAKHTPTSMEVAILSVQLLKGCGSAECSNSYCASSSGFSYGGHRGEGWTPQDTVHLAKELLGSHGSSIICKPSIRHILL



MWQRGVMHVVRNLDDPDIFSATVYSARPLNHLIWHVNFQDPSSSNRAFLEQYMPKLLTYNKQVLGRFFSLDALANLVTSL
CHGCGSPDGVVHFLLDNCATFHDAYLNYTLFQEIILLQYDKCEDPLPILAFMNKLGDLFKSALATIAVKPSLFCSDAHVF
MLLLLLFSTERYFNLSSHLLDSIASVLLALQENTGIRLRLCIKMRAFLNTLPLDTSVHILTTLVRLSNAAINNTLERILQ
QKPSAPIRNAHVYSFDQPRQFTRIIGAEHCIVYPINDPIFWSENSQSKYTYDVNRLTLVDILDFNHTLSSLCELSRLLYV
SNNFTSYTFPFIAPQVLFEISYSTPQLANSEIANQLKSLLNYNQLSPQIYERISQQHQCLNDGNLRSIADALSFLLPPNL
QQTIFLAGATDDVQRLDMVPIIPNDLFHNKFLSSPSYDWRIDAQCLAILFDPDNYFLRASKAYLQLESLIPQELRTALQD
VNEDIVTASLDLDEALLDQLLGYEISRLQQYLGPRCYYKLRKPSAPVQRKTSSFRLVEGSIISVPRNTATTDTVASIYNS
NHERMLDMLHLAIPRHADQNIVGKVGEVETNKHAISKLFTFCSYPFLLNPQTKLNILLYELGYMIRCSRQSPFLCINAER
KTLAGDFLAYFMSFAAEELSYEWLSPVHRLLLRRPIRVQFSGEAAVDFGGPSRELFNDLLPAFITDHKGYFTFNSETQYY
YINWQRIRDCTNHDPYFLTTEKYALSPTQERYLYDLRNLFCQLGAMLGISLVSGATVSSIFPPIFFKLLLGHSYTVITRE
DLHDVDEELYFSLTNLWKHAHNEDSQLTVNLQESSDPILTFVGLGAILTEIVSEELVSMNRTVSVRTISHFGDFLCSNSF
PPNSILWQLKELVKDRHHILTAPYDIELLPVNLRTLPLFIRLKQIATIYNKKIFEFIRSGFLSMAKARSLAMFTASDLDL
ALTGEVDLNFSLLEPFTAYENPYSSSHPNIKNFWRIVAELTQEQQRRLLRFITGSDRVPAGGVQNIGLKIIPNGDDDSRL
PGAHTCFNILCLPSYSSKETLMNRLLCAIECCEGFGLM                                          
>Tcru_XP_820783                                                                 
MLAEQLSLEGVGRPQQGHRRHKFTAVEEMDCPIGDIMSVPLDRLCQLAWPLLCCREGENLGKPFRVPPFSQTDADDAQLA
RVIVATATETIRFFRMQLWWGQLSCHTLRTALFQKALHAMLTTSAVIPSGQSADSLSPAASALAPQNLATEERAPLGGVE
ATGLKSHRGSFDGSSTDEVSPGKARIYVDKRRVAPMDWVLPYLSGQEDERWLSERVREMVDMTFLPHNEYQKQLVSNAAY
VSVHAQHHKRGAQVFLFILREVLERWNAATETTGEFGIFAFGVLLPIIDIVRCTKFNNTDMVTVGKLLETVRFPSRGRGL
SSESLSKATFVTRYNLSLGESMMEKDVDENEDEEQEEEEETGGRSPQPHTSLPPLLTRWGMLLGDQMLRERTHKADYGHN
AIASTMVTDMFLMAPLARKVSVYVRRASYCEGVQLVLLPRASIAAPCATGSAAAGDGPAGAMEEREAEVTENDDVQPIKP
VWFEPLDGETHELIGGCDAMLRYKRSSEGSAHPRLQAEVRVETSLEVDGRWVVELWNALSGTQLLVAESLLQRVRNGFTS
GDGRMREESLVLFRNGLLSQPRTNALPTFVMELLTLDEDILRRRVTCRQSDARGVRAALSLIGMFLANHEVDQLSWESRI
WQDAVKRVSLASSSLGRNPGATELATFVLEHVAPCHLSMPQIVEGTIAFLTSNISVGEVRTMLSTQRARAELCVLALSLL
LRAKENFVPKGMFYLVSLLQDFMVCEGTHYLSHFQGCGESLEEEIRELVHRLLTSVFGALHRIMSLPEGERERHGPHRFL
WDADDFGPFALVTLSLLASPLDARDIDFVWRKIASQVEGLLPNFTDLSRSASFKVSEREEGSMLEALRALVNDSIADHSN
SGATGHADQPFIGMTMTGASERGIGVWVPTGRDRFCSTVVPLYTPGSQVSTSHIFSASSSTSVPLVNGSPLSPSTFCVAE
VELLSMPSRDLIVALTTKQPSGLTAYSMKDDPNGFYFFPNEGTLHHNGSQVSLPPIFQGDALAFSFSFKPKTSTRVLRIL
LNGIRILEFPAPRHQLFLVAGVTDVSTLRSSSFRVCFRPYKGMSLGASTVVCGNNDAVVNALPTRHSISVFATNVFFYLI
SFCARRVTQFRRQGGAASASLQAACPANSGARTFVPHTEEVWRGFVDDCCNPLRQNVESLIESIKRLPPLSQINDATERV
KRNAASFVYHRFLMDYITMIRTAIRCSSSPVEMLSTLSRVVCCEDVGERERCAALTIACSILCDPHRGIGLGTYNPLQLW
DCCRSLSRHVTELAYNPVFTVKSAAAELTVFSGGRRLKSVSASHSTSRAMRNTTSFASQGIPLDGSLGEVVTFSVRLQRG
FACDTLGRFYYVGLACPYPMSSVTTLSSYPGDWQSIVYTYAITDYFTDVSSPSARSELPRHAKNWMSNEENIIFGSGDVI
TVIVHTKLRCISFERNGLSLGTLYTNIPSMVKVLFPFVELFNKDASALFLYTPREIGIRARFAMRAMLYHWGTELIPRLN
EMLKANDVVALQVLGADGDEMCFWYRNPPRGELKGSRVVRLVRQLGSNAEVVVEGTTKSMMVLAAALEPNYNVVISNDLP
ATMVLDELMRIVSTSISFTTNSEGCDGVHIRPTKMFLCALRLLSEMELMPLFSYDVEALRALLIQLIRVLGVPDAISSEG
QYILLEAWNELMLLPDDDELWISIPHDAETNDVAMERDHDMDNNETEGGIYDICLRCPTCDKEWGNCTSETHVTPYSPCF
TLHCVLQRLGVPSPFTGFICEWYLPKMHFCVTIRMGPHGEIEGEGEEPRGIFTFSAKYVSNQIIRGSCAYKCAENFTTRS
QMDEEWACELCTFINLADSTRCAMCTTARPGATWTCLLCGYAFNSKNNNICTTCGHQRMGATETDSRVEKKLAYCEGCGE
HREYTTFDDFVCHFYCEHCQRASRWLPEEKYTGLIEATLVGAGDTMDWVIILGDNITVYSSLKNDTYSLEAMKQAAELAS
PGASDLSRYVPPLVQVRTTGTDASNSSSALQQQQQQQQEQEHAQEQEQEQEQGREHSRGVVSAVLFFCSCIVCRWGPDLA
PEQLANMDLLRRLRVLDDSWLTGLEKIPSEAARGIFSFSLRVLLAGTSSEQVIRSLSSISRVLMNSHPTLQTQRHYLLYA
LCVNAMRGSGDRAVREACYAALNALIEESSGQRLNANSLRDVVAITPVVAEQQRLMVHASLRGVDVSSGTNVISTSWLIE
AVERMERRERLPAIFDEPSPDIFPYLVELPDTRMGEGGELIVGQVRGSVGVFASKGGRYYYELVIPANFSNDRSKTIIMG
WGTMQHEVLSSGQHVGSDIHSWGFNCQDRLRVLTGEQAISTPRPIVGSDVIGALLDLDAMMMCWSVNGEQLMWVAVSTQG
KGEAIYPFVSASVEPLGVVVRLGHTQFKPDGYEDFSPFSHEMARRESHVKPQSYEFYAQLCSLGNDIVNCGFTLDSLLDT
SAWFDRAQEVITQYPLLCEEMAEDTLEGLRPYFQHLRSINSLAISVAKSHDILRNSPYLMRRYQKTRQLLFFSARWAIVE
RQIERRLIRSKLRHHREVLIDLNRAKAMAQSSESLDFMTRFEGSITGQLFRQTRDADIYLDAVMFVISLAGEVADDAGGV
TRSVVTMMCDELNYREEDDGRRVDPLLPFFRLTGHTTMAGVVPNMDFYRENPEHRLLFVEVFTWLGKLIGNATMSGYLMF
SFTFPRLLWKFLTFDNLTIEDYHADIDDTVRGALNDDEFILNDEFFYSIPGIEWSGESVTDTMGMVRSTRGYPVVTPTRS
TADMASIFPTDGHEESVTVAQRRKEAERALLHQYDELLLAMLSGITFVLPASSLQLIRWDDLQQRVCGNSCATAEDVISS
LDLSLLSEELCHMLKEVVHAWPQQRRSQFLLFCSGQRRIPLPEKVQVACGDDPIAIPTAHTCSPISLLLHPYPSVAVLRE
KLEVCLRHVYEFGFA                                                                 
>Tcru_XP_820249                                                                 
MNGNFVFNGRSRPTHLSLSRDHQPSKDAILAETRKKRERREINRVQQQAALRIQRKARLWLSRMALADLAFNLFQSIRDE
SQKTPGRRLERSCWDFEFFCRGKRRGVDHNSRRMMCTQVVLQQLRRSIRAGSVREELFGCQHGLDLLARLIFEEYARPPV
NAEEKETLWKEEHLFLFDALLETNNSLNEKVKLWIRALQLVIQHGTSGNASVVSRIQGLYASLSASDVAVAMEAPEGREM
LLEALTSSAQNGPYISPTSCALDVLLASQHEEECAVNQEANRVLLEAIVDVTASKLPEIIRFKTTAALGKLVRLTPFFLG
AEGSRDGELRRKWLKCLVELTIHASRDDELLKTTIVDLMHPHIEGPAHSSRYEHLPTYLFTADCGLRLLKENASAVAALI
ESSTEGEASSPSRSNAFFDFNLLCSTFVWPLYNFSLKSPEQRIEVTTIFSKLVNSSELLRSLWKIYQDCHSSAPRDPSGM
KKESLLTRVKAGEVAHLPFTGEPPAELLGTVTGTTSARSLFWDMYPAVSVLFFTLLSYFVDATDFMEELENGVVMDCNDA
VLLLLSLKGIVHRSYMHGIFPHCNGEAVAQTALRLLTKLHVIDEVQSFVPHPSVWIAITDPMILGTFESITRETWLDVDA



ALEFSKLNYLEGNEGDAVQVNSASICHPHWMGSTTWSHQERIVRLLQNAPFTIPFNVRASVFSALILSCEQNMLFYSQQP
FLVHRGHVFIDAFDRFANVPDSPDMFSVRFRDTNNLVEEGYGEGVYREFLVNLCTEGFAAEYGMFRQTEDGDVYPNPFSY
EVTGDPQHLRRITFLGAMVGRSLRDGVVQDIPFAPHFRNAILGRSNSINNLKSFDRQLYRQIMSLRSLSEEEIENLSLTF
TYTVDILDEVREVELLRGGRDIPVTRRNCLNYIHLLAGFKLNHESARQTRAFLEGLGMIVNLSWLKLFDGKEIMKLFGGD
AESAIDVSDWRKHTQYHRADDEESVPVHVFWRVVEAMSLEERKRLLKFTTSMNRPPLLGFQFLNPPFKVHVEWDASEERL
PSASTCFSTLKLPPYKDFKTAFSKITAAIEGTEDFGLT                                          
>Tcru_XP_819841                                                                 
MNSAEVSVRLASRDDSATLVGELKSSLLVFKRGKSEDAFQRLLMALNRICVAFCFGDEEFIRRLDVERYASVLVSTLRSV
SRNEFSRLRSVTVQALALLADLVPRGGLAIAAAKGIRPLFCIMKDVKLQGNETFLEELLKCISHVSAEAKASLVREYAVS
FITVLEARVETHHLRMLCLKCLCHLLGAARLKDWNKYFLVPCNSLVVRFNQQVKRVFGESKDQPLERLSKENEAYMLRLT
ECVALIYDRILRTRELILKNGSILENSLPAFVNMLVRTASMGTQGSTFRDAVCSPLLTLFFADPPISLRMFLKYHVLQSI
CGVLATVLERTTKRISYSGVAFAEAFLSNDVSAIPFMAEEKQIIHLLEFFLVIFPTALVARESDYYVTLPHFVWQCEDDF
HNRTDCTDSLSKQMEGEYKRQRRLSAFKPYEVCHASRTLKIDFDNMQYMSNELSSYPHSLGRHAFLSGYVHSRVMYCTCG
DKLLLDATDEKFIPKQHGDYSSESPKWTYRHQDNPLVASSTEGSRAVNEDIFSTITARSTDAAYSHRIAHTGGLREAAIN
RRLVDGNECGSWCAYIAGLVRQGERQTGRQRSGNKTVQRKDLLLCDFFRNSREGILNYSIIRLHFLHDSMIQLILSWCLP
VLTTMVRKTVSPIIARHCSILILRCVDLSVEFFRDDGNRFRPKVMEELRQRFNIVCSQLGPVLSYLATANTNHTITAFVQ
PFKEFQYDHSFLQALMAVGLKPNSRLPAMTLRCEIQMSALSSVLILQHASRSTMSIFNGNQKLILCRMLENLTVRLSRHQ
GVLRSSIYGGTGIILCPFHVTAEKIEEVHAKLIEQAILVISLDLGKVYKGHGGTFLSSPFKLTSTSSSSNRDHTNSSVTK
TAILVAPKKFNIPESCIISDIMVRANMYSDLPTGVQKVFAIHEYMLECETNLSSLVYGHPEFLEELAGELQNSTIEPALN
KELAEAFSHVRKGLLSVINKNIGLVNAEDAPPIERQSVRPARRLRRNKITLAMANHIWTPLRVKLESLDFTETDEHSPSS
VGIIIIADERYTVLDLSLERETVSILPTMPLSHLAKHIVLQLNQKYMDAGKCKAGVRLGRRHTAPDAMEVQSLYSTNSLF
LPKLERVEGDLGQSFLSRSYSILDPHVANEPESAESSFSNGSLVSWENNYGSERRHSAASVRVQSTYDREESAEGFSIER
QTLPDPNDDTSWNILPSNIVFFYNGKPVVDLSVSLLELFWDSATVLASGRVATTEKEKAGEQLAATGIQRMLAMWLTTQT
IHYLVVKEPFMQSLDGVTEDRAYGTRISSPKKVFTHLLSSSETQSSLKVAAKLLNEMRRVLLSVKATLGSSEGRLCSALI
YGFHNHIGIFMLPSVVWLPLLCSSLNEQQDQHLASYILWNYPQIFSLDVRRALIQLIFSVRRVPIVMLAKLKESARLTGY
VAPVHGLEWVTPDVDMRSTKKVIVQRDNLLESGSNVLRTHAMCPLPLSVEFENENGVGAGPAVEFYNLFSAQLQEQRLNM
WRTEEFTDSSGALTKRVQLPLFPAVCQTAKSLSYFELLGLLVGRVLLEGRVVDLPLHHCFIQGILGNLEKNRLRDIDPEL
DCHLSRLSSLSEEELIACDLTFVLPRPDAATAGEEIELTPNGSMKRVTGVNVSEYVTAVRQYYCRTVLTGPLMHFRQGLR
YAMIPSYLELFSVEELQLLISGPDGKIWERPEDLERIIILSHGYDKDSPVVNFLLEVVSSWDAPLQRAFLRFVTGSSRLP
LGGMRPPITVVRRTLGVTEEEGGNASFSAAPFFGEESRKMQLLMDASLPTVNTCAHYLKLPSYSSKALLEEKLRTAVTEG
QESFLLT                                                                         
>Tcru_XP_818957                                                                 
MLFAFDGGPGKTPYENLLDLCTVLFISEEGSDLPVQRVFHAINDSLQRAEEDGDVLVLAARALALILDRFSRSLLISGNS
DVSRAVKKCAETIFSIVKKRHVNLRYTKMSEKELSEELLTCFSLARNSREVATVTPSTAEQLKFCFNALDESKWTSCRVL
KHCIGLMRRGELKTAGDHEKILQLLQHHLASLCYVDIDHEWDDLLRTVVEGILTYRVWCATQLPLRKRRRASGGGSNAMK
TTGIIFDGVPLNNTTEALLAIGERILFSGTAECRMELTLACLASLVETSSLSMEATEKAIVWVSRLLKQNSTRVAGFSNP
FLRSRQDAAKREHLRTSPFQALPNLQWIVPPLTWSSLVLLSKLCGANFGFCGEYMWAWRGEGGEYYPYLRGTRQKLTAMF
FAADKNKKVLQKRHVIDLCTMTDTSALTLVVSRVYFQPIPSVVVFDGALSIPPVYTHISEELSALLQDALRPLSFGHSKT
AYLARAIRLHVICGGAPTNSEDVITAFRSLSAEQKRPVVEAISSALMQHDKGWAPVLLEAGVADALTAFPASAVSKKAAV
TTSSEQKGPPVADLIRYAGSSPRVVAMKIPPVTELPSFLSHASPAELLAFIEGLEDSTLSISSLKRVCSEIDLDPQLVCR
MRDAAHTYVLRILHQTSVAHQEVKSLARRVSGFSHFIGICRPTQGGMNHVLCPEGHPLCVHFSVNWRCNVCANSNSFGSL
ACRECDYDLCSDCSNTKLSRMDVNVSALVGDIIRYWRECRGDELSDEDSSQRKLKHSVLFTSKGVLSAGRSSSTLQGEDV
HYAEMGNCCECNISVPLLVANSMGNDVLDSPLQVFLRTFGPLHQWGEIESAIVEVLESCGGEIFERGVSGIPMPVVRVLQ
AISPYISLSFKRDTAHFLSVGCYRFGLYHLQDVNASVRGTVMGEIQSNGLATKFTVKRETGAMTQALFNAFVQYPSIRNK
VEFNFEGEEGTGEGPTQELYTELSQRYREMATLWHERDDGALEAFPTLRQVHKKEFFVLGASCGRAFVDGYTMNVSLIPL
AWPFIRSASVSMKNKWTLLIELEPELANTYKRMLRSTDAELKEMDLEDENGAVLTTATVKAYVERRVEESLSHAILNLYW
FSLGISSVIDLRAFWFLSDDEMSVILCGASRESTEEQLFGEEALRSAIVEAHGYSGGSREVAMMISVVGGEFTREEQQFF
LEFLTGSPRLPLNGLAGLGRKITVVRKELEGSGEQTLPSCNTCFLYFKLPPYTSRAVMKARLLTAITEGRKNFSLS    
>Tcru_XP_818854                                                                 
YLRIIGESVVACTLWNVHCLLRHHTCASPGLRIHGKRDMEGDRWSCAYILNRLSSLLKADVKFGNAVTLLMNENLKFSDV
LDQTGIFAEELRKTADGQVFCLRTGDHLGVGAGSYNGIMFDLVAKHVKVKVTRVSFVPDTTTLARVTLFVRDGTFMGVES
ERTEWRLIMDQEMKLVDKRETELTEFDPVIIPAGERVALFLHTTSGSGVLFYSETDGVRANMAAVEEENDHIGITVGKKS
ENVMPFVGIQNQKRLLKGSITYTLPSQAGGYRSRLRIVSHDNSTCLQQQQQNLLGIPVIVAETRPGLIFDMNEDDYLVFM
GEHCEWFHKDLIRNACFTESSNLEELDLILQKILCKRRKPPWGISRQYLCYRQLVFHKRIQSNTETDPSRPSVVWWISDP
ITSSCIVSVWQVIAMADTSFLLLLTSQDLSLSQSSNQETLLSQGQAFFYIDEWARSVILSGNTGPKVVKQLQDSLSENHL
YLAFSSMDLEAMNAPVAAFLNRFTEDITVRSASDTTALVSIRPGACLQEYIFLNGMVLKCSAEGGKTTTLSRATSLTSQR
DVRVTQMPCLHIPNETSGNLASTLTGTGVVEQSHPSHFFLEMELRELCISQDVILHTQSEFLDVSCRCVRQIAHGGSFLC
TVTKPVFCGEKVHEIELLIVSSNRHSVQLSFQDVTTNWFLRVPLPLFKHYENFYFSSSETVQCIHLRLRVFPQAKRAFAS
VNGGMFYEVIPGYDCPSEFRLAISLSGIASSVQFLHWRVFDRHSPVITREMLETIWSRLRVGCISPNVSQSVGVLTRHSR
TPANLVSSRKKDVGLVSQIEAAMVSYARQLLGTVILSLKSPCLHKGLHILLPFTPLRSDLNALEVLVGAEMKRSSFSLLA
FAYACLATPTVAQSLEGVETSVNIIFLSLSNEKVLPFLSTAFGPTLTLLLLRTATVYTRSIRHMALRCVLQLLKTDQCAL
PSHEALCASFDPLLGMMNGLCWKGRTSSVVVQLGISLICELIRRYQLERSALTPPGKKSTVPYAIAASTKIVLAAITSNP



PVPLPDAFTEEPKEAHRIEYELRTSTSSNEGMRSCYGVFSEKFRSTFGSKRFEVVLNPSRRGNVVVGWDMNAALPGSLVF
KPSQGEEMSRRIRLPSCGYFIDCSGKVYVCLSHKKESQPLKARAKGGDTVIVKCLYHEQTVIITLQRGVRNESVTRFETY
PNEMLALPVFFAEREEDATFNGEHLSDASTGMDIAQLYNTLQEFPDRLDTAVIPQGYDFYAELAHFCQTVMSSEKICALL
ENDAGTTVRSHDLASFPLLSSFLGAGAFTNEIPLDPLIPYMRRLQVFDVLTSVFSAVVDLRRKTELFELWKKLKFLCSAE
SSEKIQNETMRPFRNRPGLKANVIIHTMQARPSMRLGPYPTLMRSVFGQLFVQLQKSPISTFYASPMFTVKLAGFGSTDA
GGPYRDILSQIATEIMTTHPNGTFQLNPLFAQCGRGGQSAVMPNVSMALNSQSSFMFEFFGKLIASCFLTKDLLAVEFPP
LFWKCLLSEETTSQDLLAIDPDIMRQLTPEDLMDRTADELEERFPGILESWSTFVTENSQMNLGAEIPPSTIRSAKILGE
HISTLELHKYDVAISYTQRGFDEVVPLYTLNAFRWQQVELIICGAPKLSYDALREVCQVSLPANDARMFLDVIASMTDED
RMLLLRFTTGQTRLPLKEAIKVQRNGTHDSLPTSSTCFFTLRLPSYSSYESMREKILYAIRQCKAIDTDGQAREHIVLDH
>Tcru_XP_818727                                                                 
MENFFTRIVVDAESSVVQRKMMKEIAAARDNINSDDEGRQTVGLLDLCNLLNMATAATIASIRPSVFVPPVLACLKKEHN
VDLMLLAARALTYMVDAISSAVYVLGSEGGMEAVLRHLLEVKDIELSEQCLTCVEKITQSSHGALMGLQKGGVKSLLAFV
DFFSSSSQRKAWSSVAAMCRRVDVTTFDRVEDSLNDIRSRTNHDDGKIGDKAIACLYRIINGVRTNPELVALAYGDVSPS
LLCVLTRSDVSENIFTMTLSLIGSAISYSTEVTRKVIESGLMECMLALIAHSSRHQLPLLQQQQQQQLQQTSRSFWESPI
LGAQNPPGSSFSQDVSLLPNSTTTQTTTAFRERRLTMEQTKTLCIALAGLLPRITEGYLAYGNILTELLAERAQGMAHRR
GFFPLEASYEEDEEEEEEEEEEGETSNSDEIRLRIFDEGIPLEKNTKFSRCGLTHMCDSCGKLCRPGDWFRCNKCADFDF
CGECLLMNWEEHTGNSAQHTFCDMLEVFPGLKRSPTPAKARKTLDDALNTERKELYKSHPQLLDTILGGLTKMVALFNES
ETHIVRNHSLAFIDRAVCLASPQQLAGSGLVEASVCELILSAIADPSLVLNVQVMLLCRTLLEKLPNVYKNAFVREGVTS
ALIKAQQQNQTTTRRSTEHSEEKRPLIERLVTISDWRELVVEEAKSMLSMFPSVSEETHVMRLAEFVSLMEEGQFQEAFD
ILRTALLNDITTFELASSNVLRSLRETLTRVNDIKVVVTLVKTLAKEAPNPPCALTRFVRHLQTILSQLDQFRPPSFGEV
SSIHVHIPVHLVPHASEQQKTKPSFLAKGGGVLRRPPAAAPSKESGAPPRSTRIPATRRSSGTNIASTLAPSTSNSTKGP
LEGRDIMVSVEPLTSMDALMSFVASNVLSGEMEHSDSRRRIEDEDQVEEVLPELGREGRDETSVSGKKLMQEKAQQTVYL
RYESHVLPSSMTILQVIQQFHSNSLSGTSLSGRKKKKSGQGSGTANATTTTNTNASNTTTAGGSNGSSGGGRSRQINSMV
EELRRGTGEAITLHYSTVPFGPEYTTELSRSTVSCIAPTDPIRIRLPSKDIRPAAVVEVMCALHQDYPFSSCFLTAAQKD
VLTLLGTIYKTLQYWSELLLYLGYCGEDEMDGGVWSPSTSLGEFIHHRLNNKAMRHSSNLLLAGQHLTTWAVNLAMDCNF
LFTSTTRKFLFEISFCGTARSLVQMQENMEKYGMRDLLNIDHQFIRSYRLHRVKKRVWRHHALMCAMEIMGKKQVNDSVL
LEFEYYNENGSGSGPTMEFFSLVSDELREMKLQLWRRTDETPDEKYYHPQKGVYPRPLPPDSPEIDRVEPYFSLLGRFLA
RALLDKRIVSIPLSPVMLKMLRGDECGIYDLIDVSDSLGSFIVALSIATHHGATTIQLPGSSTSCSVEELSLDFTLPGDD
AIELVKDGANKLVTFKNLFDYCDAVTGFMLRTGVERVIQAFRSGFHEYIPLCALRLLSVSELHEALHGHADLVTVEDLEA
NCQADHGYTMTCSHVRQLFEIIASFNEEEQRQFFLFLTGSVHLPVGGLASLRPKFTIVRKTSSEPKVREQDQLPSAMTCQ
NYLKLPAYDSKEQMERKLRQAIDEGCGAFLLT                                                
>Tcru_XP_818608                                                                 
MEEDLSDWGLLSIADILDFDFLRKNEALSSIVITLKDCEIPLLPCEPSYAVKYVQMLIKNSKYNAENRHSNFEEMDRFRS
IKLKRSLAASELIRERLLGAIESFALTVQKETHKPSFLQSVVHLGSIVCPAIGSFCDALIEGAEAMALRGVSSKKDIGSC
VEVLQLFRSRIDISVLKEEQKRRLFFAEFSLALRSERLGVVVNCLLQKSTKDALRGKYCPPLLEHRVSFVKAKTDGFLTR
TCELPFPIHSAQVNCFPSDEKLVVCSGNRGCVFDQLGMMGTRFKLREEFEVSIEKNTRIILCNEKELFLANRIPSALGNI
CYSIQKLDCVSGRLLKKTKILFLFDDCLVASRDVVFDIYGSILSCLVCSESSRISNSKCHLIQKDLDIIFSVDNHQFHVT
SQCVLTRGQGLWHSTKKCYYFSKGNALSIGRVTLKENFHPFTLEMWVYPCNALENQSVLSLGDKSLDEVLIEIEPTPEGV
LWRGGSRTPHLGASFVTFSVPGKLAFCQRWWHVALLFKGNSWELWVNDAIVSRAPALVSPEALIDVECVLGKSFVGCLAE
VRIWNCCRTPVQLARDSRRSLTTIEPTLFGYFPLDESEGDVIADYASNGSHALLHHGQATWLLVDHFPIFPLNIVRCIDD
FAPIAWRESSGILFLSSCPGYIALAVPTEGPSLTICEYTTYDFRLVFQARVELPIRTPLKGMAYNALRHSLVCYASTAEH
PKRLLIWELHQQHYFPFLRKDAYDNILECERDLLTQCAMYAKRLVGAERCLVDQLSWSVQVPGLVVDTSDGLISSLLRFI
HIVWMDQKDHEYTRQLYALLHANLLCRVENQREGLMKEIGDLFPDAQALINAAQECGEAPNARAELLRLSFQESFFDSGL
LSMTCRCLLSEKSRLAFLKNQAGRGRLTEMKDMLFRSLLEYYGSLQASSLLLNNAENAQLFCSSLMAEEVFQVDRWLGGN
GKALEATKRTSHSLEVFQEILLARVVEKSQGEFCTFLTTYAKLLLRTSERIMEMFSKALRKNPELYLGNLITCIEFSAVG
ALLPSFTVALPLLPTIIQAACLPFLKSCREALFTLTDTIPRSEKLPYELGVALTSALCRIGCSLLVSSDVVTSEVELKYL
HLLWGGIRKSGSERDAIIKNLQQGVGSISRVVDELHKDDPGALIVLRDDRLVKLERLLMAAFCALLIPTESLRHATKQTL
APMFRYIHNMRALVLSKRQENRESLDVLEERAKLLARFEPICGVRTEEPPQIKTSTRDTSPQRKWKRFFQTWKALRVLKT
KMPQQRETESGEPGAVILQFLWDKNLERESVERLVVQQTQRAHYRLSGMLLLRQLIEETRASDTLARIVLPVLAKTFTGW
HYSDDVQCCSKGDFLRLHGAFFQLLELVVFNVKSGVRDVWADVFLSLLTSELRVIDFRRVRSDVTTTLCFLWKFENRKTT
GIPHLNGSIPESMRNTLLSPSGAAPTLVIGRSGFTMKGLGGRGTCVVSSEWSLGKKNVPYYFEVLIVDMYPGGSCCVGLG
PSDYSVSRLPGWDSESYALQSEEGTLHESNTLGRPIGCTFCIGDVMGCGWNTETREIYWTKNGKDIVASVEVLQHQLHPL
IGMCGKGLIKVNFGAERFLFDKVPGIKSIRRPLGENAWDVFRVFSLRASLGLVESCSGLRTHSADSIEGLRAVVEQCIEC
SCAEMERTLFLSMSESFVISLSSHLITLAKVLVSAKDDELTPCVQRVVMVLQRITHHTLQGAAWSSKLRCVLLKTWFTFM
NLVNPNTITEDDKLPGFLDTLLAVGREIEWAVLQCPGASSESRPAVEAWTALAFLQYMNSDDPPHRWREELHKWIMQNLE
GTKDKVNTSLALRILFGAPRLLVPGDRVVVQKSRHTKLTAILIDYSLDDETCEIIENEERRQTISLRQTDITTEDDAVTF
PQTGNKFHERQMHQVLCLAERIWSDTTVDNGLTGTTLRCKILSILWRCVRKGVLVAPSEILPILAKFCDNGENFSEEHTV
LAQERLVIEHCLLGRALSGSTGGGNAVDNVVVGGNDNRESRTRLAQELSMRGYNLDLCFLALDETNNDIQLALQLLGDHH
GDFMSARRRTASSSSEDEDMTSDDAEMDAAEYDLHVLFPAESEDGMDEDVSVDHCDPSLSEGIRFLGGYICVTGERPLGH
KFTLDMHLYLFESSAMQVVLHQKAITGGWRLVAHIQNSFFYCGWMRVGDSVSSLCKFPIQYTDTLRWIQLTMVQDGTTFS
LYKGGVFQSEMIFTHRCALLENELFFGGSSESDDTHFNGGMKSVQMFATALTKEEVNNLVSMKTADIVSHHFLILECASD
NIKAISRGTAYNANVTVMGAVTWFEQSEVGGRPNDFCQHEIDFTTQNGEDGIFTVDTANESSSFTTLWRRRKDQRKDHLL



ASIIKLDRQLACYYAVAILTQMMCLTPNVAIFFTREQVRNMVRLTLNSLDADLLESLTATLKKLSGSKDGNLVNYAIEEL
VEVVQREQKMLVFESSHPFKSTSETAHEVYVPGRRAYELYFDSRCSSSSVLVTLYSDHTLSSIIAQTPGYALNTLLIRAP
RFFFDVRMDATTPQWGYKVAVLYDASVPRSASRLLRSTLSAVISRGISNVEFLKTSVCLEGLANASRMNIGTTRRIILSC
LTDLFIHGAEHIEPMPHVARMHDLRRMAERLFRRTIGSQHLQSRFVQSVAEFYVALKDAEHCWRVIGDERVRVFDEVYDA
AVDTESFMQKRLEQRNLYRRREGMRVTIEKVFHPESLRIGVNPNKTILAWSERSGSSVVADVPLGSGRWYFEVRMMATGD
VFIGVLPSRLHDWADAPALETYLAFNGKTGVFHGVNDPTVAPRRIWKAKDYVGVVFDGVEKKCSFFVNGYETGLSFCFAE
NGAEAVSAAGAHLQDELDMSYYPFFVLEEEEGITINFGGAHFEFESPRDCFPLDPANLTLGTLIPYNQLRAFHDLATYIA
SAGRTSLPTFFHEEANPFDGSTERFGPPHVSLLSSVGVQINLLLVRNTGTRFATVRANCRVSGGKWYYEVTLRSQGLIQI
GWASSDEPQKGGVGDTSTSWSIDLFRRLKWHDGKSEPLTASRRWVVGDIIGCALDLVERKMLFLCNGRPLCDNTLNDSTF
AGLPTTLTYEPAVSLRAGNEVLFNFGSSSFKYKPEGFCALGVPDSWNERMDAFYSTLRPSTTLLRLRVLRDMWLSADDLA
ISDKLKPYFFVVDAIQQYCRREGKSFAQITEEVCTEIFRDLPISAQEAWKAYMVLVAFSRVSQAVIPFLHLDTRHPNIST
KLFLACRGLLFASLRNEMVDDILRVTNVRSENLRVSINRLKARANKNSWMSSVFGQTFSLLADQHPRIFRTNKRFWGVVF
LGEGSEDVGGPFREHIGEMCRELMSTALPLFVPTANNVHNTGTYRDAFVPAASAIGTAELAAFVFIGQLMGGAMRSNEPL
SLFFPPIIWKFLCFYPIEESDVDDVDRICLQCIREFRGLRNRVGSGDMFDEVFDAETFTTRLSDGSVKELIPGGSSKRVT
LERCEEYADALSSARIGEYTRQLEKIRDGLMNVIPETVLCLLTPSELEFRICGKPDYSVGELREGAVYEGLTSDDRRVQF
LWQALEEATPLQRRLFLRFVSGRDRLPVKLRVLPLSSPGDADSVLPRAATCFFALELPDYSSVEVLKAKLYYSIENCADI
DTDFNPREVDESESPQLMVGLEDTRQEEVDSTTLSD                                            
>Tcru_XP_817321                                                                 
MDDLSVHYLRMANGSQSQLHDPAAVVNFVEQMQLVVERSSAPRKNFLIDTTTPRGDVIITEASAMKPGNGWITLQVTEGI
RRGVHEWCVKIEHQGETTDGSGLMLGIVPKSFSKYDSFISQGGGWCLSRAGKFYGHWRRQDNNASVVFGAGDRVIFLLDY
ETARMTVRVGDKSVVGEISNLAPEVYPAISLHYRHQFVRFEYHKVHDRHAKKLNWIERFAFPHASVYLPLTPDQLEKVPL
DSYVFSSLFNEKEGQNGRWKRRKGSTASSKGLDGIVAVTEEYETARAANARLTVVLRAIQAVRRYCGGGVIPAEAFLDRN
ITAETLRKQQHALSSRGAGSRDGMDAALNCGALVLIHMFAHASMTLAGATMLPLIHNLQEYLRGVALFSLGEASSSPYFV
GSSISPEVMLQALDSVARILDRTLANNNSTDGISGVVNSATTVHNNYYNNYKGVTSRMTYNNTDGDVAPALLELLVLLSL
QCGSISEVLRTVRYLLRLPSNFVSKGTLEWLKLNESALTPKRYLPSLNEAYDAIEEETEQLTPFGRDLNLQILSVGYDHG
AVYIHTVDGLSKRSNVVGMYALVCSTNEPLDCCPQCSYSSIAFGEEGVLLLLTNRMIAAGLAVVTYSTALEIRQKVALTD
VPQWPVSSRYMAIASGPESRLLLVYDVANPPSTAAAASDVNGASSFALEMQVFSACSFPEVQWCRSIQIAPLDRTLAYCL
SLSKGSVIDFGSPEACLTTVGGHVTVEVWIKILEKDDTSVLYQHGDRSTSGEVFIETARLEGAWRIRGGYRHDSRGMCVV
TASVSPASESHFIHIALVFDGNWRLCLDNEEVSCTRQGPQVSLENPRQRWTAGNDCVCQIAALRVWKGGRSLREIVRDSR
RLLSGNEPGLLCQYFFNEPNGNVVFNHVRSGAAFGRHAVVRGHFSRVGCFDHPLLPSLRESGASGGNTMPASLEPPQLEH
THVFFNGIHVGLMELKERVFPGFGDWRHVHQVNFFDVKTGRGVYGSYVLRQKSKMGFLGCDRDGHYWEVFHTGLNSGVPG
ELQQQVVAVGKLSGLSTAVKENFTCNCLHGSNATNCSPPDGTHVCVGGNARASCGSSQTETGSRYGQESLIQLDTTNFTF
ESLAMWLLGLLSSFAEASGTELDNHLFNPLLDDVGTRCVHEVQQLLCEHCRAVKAMNARRSANLKDSTSSSVISTTLRVL
VRLIRRVREFKLHPDTIGFSEVNGSDDFHGLLHELSIVQRRRNTSWQECVGSTASSAMSTNKSSTAVTATERTDPRGRAL
SVTIKRGTNLLGVLADIINEAGLNLPMELAALARVIIQEGVTLFFPSATVRAKLLQEILSRDQPNALQSPALNVLLDAIV
KSFTDMTSAAALVHGVDSTSDRMNERSKSTDTMEKKLLLVKTTLFTLLTESASQMISQVPNEPRQQQLSLLPTMAEAIGT
LQLLLFSQCNWIGVADVNTAVARRGVENIFSIPLPTDLSPVLKDYYVELFNTAEMIFKTLIERLSAAASSREPPATKTAA
TEKAAVVTMVLDMLSSSFLGFPLHTAITALPFMVTRDESEWLLQKLCLLRDHYRSLLQLIRENNSMGLDKTGRWPLLALD
NGILLASSWVASFMSLGQLPAGSLEKNTPSQDSFDHSTSIIQEICDHPLLAAGLRSTSTVVNNTHMTIITKLQQQRSSWE
AIARRQDPIASKTPTGLGTVMSLAAVAVVHLSGIQLHRLTDDERHELLAKTLLQLKSARNELLNHRSQNPNDFERNVSDV
KERCLLLLRIRRLSEADFSKMSSTFLAQSLVDRVLGGKKTKGSRWRRAVFLLRAQRMYHEVLLNGWQLFQIGPALKLVER
VIVSLGVTAAKLQAVIQARQTTALQRLDGLRRMLHLFETDASSALKVASLLFSGSVGSHRQFEAGISGCLDSTRCAIRRT
MYDILRRLRDATAGSPATGVNDNSTRVEKISTAAINNDAPFHPTTLSEVLNRKWSPSDFCYLEHLHFVKVVFEANCSMFE
QSDPEKLRQERSTERSHRHEAKDERKKAATSGCSQDVTEEDANEVSLQRTPQEYALMESLNTLKSLGQQAARILGDVSLS
PCERRGCTLFLDELFGVLELELRCCAKYASQKSYPSHDRVLEQISLICTLACTVARTLPEKFLCNRENCFKVALLALRLC
IVAKILLAIITAVVAVTTAPATTTNNSTIKLVEVCIHTSILLLHHCQPATVDLIFLAEEVMEMTRQAVCVTGTGGETLGF
FLAFVLRCLSISSGGLGEMGMRCIDAFHTLVCRTPWDESFNALCETYQCDLGAVAMAEDEEASRLSSVRLLVWMYAIGGP
LTASLSPGKKVHMSVDNMLSSTEEAYIVDCSTQSGGATVISSNLCSLVEEREVSLDSLINSSYEEVTLPRADVLFRFLIP
ALEHFFKPPLKPYLSPLIWAVVAALLRITRAVLKNDPAASRVLLERDILSQVDAFAFRLAAKIPLPLCYLYEVCPTVVQH
LLQCTRRILFDAVAPSFSPLTNNNAPNNLSSGTSYSQSSPRTELHRNITFGSAVPLSTSVFGATALLGNSMVFRSEADNN
NNNNNNSNNNKNNNSSSGVLPSIARIPHPHSSLCLTPSVLCFCGAKDAPAGTLTIKSTGVRSCMPLWTDGVTLEASVLLY
DRLFPELGEDFVIPVSWQRPEIQFSLFSLYEKPSPGTAALMRVVFNENRIDCAVETARGSTVIVSSKLLREDWDHWIHIA
VVLEGSTVTLYKEGVGTTAVLSKAVASRLETLFREGGADRLVIGNETRGGINSIKNARASSGNGTAKVRSTGINQRHTNN
KTSSSSSNGENIKNQSYHHFSDGETMDEMLVAIEGVRFWGCARGLKAQRTTADFVTREQTLPLVGVLDRSQTTFRFSEST
GNEMFSENRECVGILCGNARWVPFPVFSGTMNLDKSPRIDPTNQIELPLFIPRSEFECFFAALDRSQLVRIGSEYLQTLC
AHLSRQCVLAAIRQVVSPGYHVLAIERCDNKQRDTKPSHTGDDGNENCGDGPPSITGIVNPLHIISSNDFVRHLINLLRY
SDTGAVSDETMKAVSEFVKLCFCSISSEKVLENSFRDAVIAITEALRDEAETFRVELPPLSYVTTDIQLVPIAILNGPGG
TVSFDANSRGIEHMTLLRDRKQKVLLAKYPDAQGGWPELEIPGDSPWFYARPIVSTRAATASFTLSARSLKPLVACGIFG
AIREVLTSHTKYHCGWKCFLNTPFLSFLTIRAGTTRCSSLPACRLLTALLDSWRYIPHFAPHDQSPLKILLAHLNVPLMA
ILHRGQIAPNSPPLLSPTLGHYNLRVQGAFELLVAAIRLEAAWKGVSHSHCTRIRWKRLMSLWEGSIGYGTPDSSPSSSI
ITKQDPTVVERGYVRLVPLPSTGSPIQYRPKATIFQRGNGVWYASCDRVSLSARSSVGFKRGRFYFEVRIPAGGEAISVG
VVTERAQQHSVLAPRGLGHDSDSWGFESVQLCRFYHGFRHEFAVRTKWKALDVIGILLDLEAETLACVHDGRQVSIFDNL



RSNRGNDAATSFFPAVSFGTGGVDVNFGAAPFACSLPVGYLPVDPSNYMASPTSKLWTLLTAVDVGETLAMCSNSPRGGY
AKAFYAEDVTVSKDGTIHLPNLFEKANDVGMAYQTGRSGPYSVSLLPCDTKARTVTVQGSEVRAEDDPCFVRGSVCVRSG
RWYYEVALRGEALVSIGWVTSTATPDWSRTKSLGNDNESWVLEGSRTTARHNKHQRSVGGQMWKHGDIIGCMVDCDAGTI
AYSVNGTPLREMHDTNGDGVLFSSVNCANGMMPVVGVDPKNAASILFFDEELSFRPRGYRALSTSNPIRIAIELHYCTDD
LENKDNGEGVAGPTFSPTLARSLLSSLTSLTELNFMNASAYCLEDVLNKNSSTIRYEKFQGRENALRLLVTLQNLSGIAE
CMIPYAHAAFNYGEYDTLLSGPICRSLWQCREYLLPVVVLRILHGFFSHTNCLGENVKLTLNRRKALSLVNDADAPVSER
LRGSLFGQVYQLLHDKNVSLFCTNRKLWSVNFIGEGADDIGGPYRESITQLCSELMGPGLPLFIPSPNQANDIGDSRELF
VVRPVMEPPVRIIMYHFFGRLIAGCLRSSEPLPIYLSSRIWKALVGAPVDESDLCVVDKTTAQSYQCIRQLLLSKRGEGT
TDEEITELCPGGFSVVDDAGVEQELFPGGKEISVGRHNVEMFLDMALHFKLRRMGAMQIEAIAEGFHQVVPITAVSLLKW
YELEQVVCGQPDYDADALIDSARYEDLDPNDVIVQYLRQVLRQFSRHERALFMRFVSGRERLPSGVRLKLMPDANSRPLR
RETSQNSGAHSNDGNGGVKALVDTFDDNRLPHASTCFYWLSIPRYSSVEVMRERLLFAIQQCLDIDADFVVHENGNSEDE
VEPTLAVNADEDEEDFEDFSHLR                                                         
>Tcru_XP_815209                                                                 
AIRLFVLACPRVLSEAFGPKPKVLVPVHQWYWEDELRNSNSISEEGCVALETSFCRLCKETPFRMHMKSLRANFQSMKLS
GGFGSGERNISRKIVPFVFHFVDEADLRLVKSAKEAMMLCNPTPKCRRELGVINASEAAAISKGLGELFIINRDSVVPPL
YMSIAEMFLESLCSFVVSVSGQMAMQLGTSACASLLQAAICTEENQRLAGLLSKIIRPLCEMLREALVSGDKATKSVSLT
MMVWLLCHPQASVWNFSETALRCGVVNQLEILLSGGAVVSSKKTKPHKGLNKVGPEVKQTRTAYLAASALAVLRAINKQL
SKTQSPRSERSLSTMDVMMVRKAVNELKICAVTPGLHQGVVARILELMEKSANTVTAYEFSTLGIADAVLKYLLVEHYKD
YCRDAVTMVGTATPSVATGSTEVKEESFVGGFGQELTEGDLLAFAGTRTANGLHQRCQKERLQCFLESAMQRPRGVKALI
ENLVSALPLHSTFPLVESLLGPSRATCRPPTKAVLVGSHISPIVSLCSKPDAESDAAKRWEFERKNSKTLIKQSKSCPVS
MPMQPDAGLFSGGGVEVVHSRDNCPRGHRLLAISEGQSLGLCDMCEEEIHTGFCCHRCEFYICKDCYTDPKVQYSNATSG
ASPSSGAAAGGILGFVAQSQQQQQQQTSQERQRQQYSRPIIRAHLFSSIGDIERYFRTGSYSTRNTDVAPAPQSVLQNID
YFVERAKSFLARKRLNCSDEILRKEVHRILSSFLLNGPTIDPEATAEDVTDVHPLGPKELQELRRLLRDAMEERYVLYTA
PGGRCAYQETLIGNFLRRAIHEGNLGVVEQLETCLLSIEGYCESSNGVQEINRNESLLLRQDEVGLPPSWTDVPERSSNA
RTYMFHHFEKDEDTRCLCGKASRAELNSMYPPKLVRKPSRLSQNPDTLLLILLQKLLSPLIKQGVMDIDAGLFVSAPFTT
LVVKSLAASALRVALLPPRLAVPRWADFVITEANFLLPLNVRERVARFFAYGARRALHSHLKASPLSRSNRSINVYPAEW
GRWANHKYRVSRESLLHDAYTVLQKSADSRLPISIEFEGDVGVGQGPTAHFYTLIAEEVKKAKLRLWRTGAPATKTKDGS
THGDMSSGDAKVVPPAEGLYPFVSAMKDQCRLFPVSSWQQPGGATMLTDRFAFVGDYAEFDRERARCYYLIGAALGRAFT
DELVFPLDLSPALSIFLSRGAPAPCVFFSGDTIANKGIERPIDFMGLSLDDVELMDRSVATSLRSLLSLSGATLKSLAVP
FTLPGHDNFEMITGGSEKLLTKDSVAQYIRRVSSGLLYESAVLPIQFLIRGFRDIVPSEALASLGEQEMMSLLCGSRAND
KKPLWTLAEIKSILVAEHGYQTDSPQMTMLQNILANRLTPAEQRSFLLFCTGCPRLPVGGVGALGAITVVKRSDFTMFHG
SSGRSSGGSNGIGRADGKEQNPKQPGEWNSLPNETDWPLPSVNTCFRYLKLPPYPTEDLMYKKLRLSIMQGGETFQLS  
>Tcru_XP_813305                                                                 
RLLQNAPFTIPFNVRASVFSALILSFEQNMLFYSQQPFLVHRGHVFIDAFDRFAKVPDSPDMFSVRFRDTNNLVEEGYGE
GVYREFLVNLCTEGFAAEYGMFRQTEDGEVYPNPFSYEVTGDPQHLRRITFLGAMVGRSLRDGVVQDIPFAPHFRNAILG
RSNSINNLKSFDRELYRQIMSLRSMSEEEIENLSLTFTYTVDILDEVREVELLRGGRDIPVTRRNCLNYIHLLAGFKLNH
ESARQTRAFLEGLGMIVNLSWLKLFDGKEVMKLFGGDAESAIDVSDWRKHTQYHRADDEESAPVHVFWRVVEAMSLEERK
RLLKFTTSMNRPPLLGFQFLNPPFKVHVEWDASEERLPSASTCFSTLKLPPYKDFKTAFSKITAAIEGTEDFGLT     
>Tcru_XP_810457                                                                 
MLGRIGTARGQMGTQYQYSETMTGHYLPLPPPVLQQYTLRLKACLGDPAMTPKVFEAMLHDEEFYRDVNSMYTKEFVELL
RAVGCRWLRLHVFEILGHGQDAGGNRVDTDLVEDDGAGAAAAATAGHLSLEANEEEVMEPEREGRQENTMISKEPNVYKE
LHSILLLLTVMGSPYRMVRDEGCLTMSCNIRLLLCRDPSLVYLGLLINFTQPHLPDKALDGVALMRVIAHGWGASPTFED
VLRCSLQARQRSRQRTGACSQQDVDAAMLQLPHLVKDPLRILHERFLQRTLRGGTSQIDPVPMCRTVLKNMEEAAGDPEK
LLWWCRCRLLCSQLLPSSDREEVFSGPLSDFFRSVWRTERLFSTILEEAEFDDNPGGDCEESSCGAVPSAAMLVGTIADV
VHAWHFALRGCAAISGLLAIRYVQNPLDSVNCVVPQHRKFQEGSHCCLAEDWQYRLLTEYHSTHLALFTPTSSTGHASAL
PAMVAQLTDILRLQPHYCPVLLMRSLALTGENTNISIAMNHGLVRAVVAVMRAYMDEQQVSDAGYEQQHIRRRTGEERTI
VYGWSYEAVRILRCCFVVLERLATVSTHEYINPIVFLLTPNEEDGYELCQDICRRILHRDGHPVLLAAAFRFFSACIHHN
VRDVVPALLQRGVLQTILEIGENPTILRRYNERTGGVPLSSAPVGSAGTEPRGATGPQTTSGSSSPDGRICETYAWLVSE
EDATQRASVTTGRDANTIIPVDPSAYYEQAIPMLDICSVLQAFAVHNSTHAQLHRPQLMWSLLWSLIVPVSTASPAPSTG
VSPLRVNTRAATAAGKDLISLLRTLPDLRDSFFEAFSETLKGLVAASQRQNPPEEIAISMWNIIACISGAEFRQLSHRIQ
HRRQRNYAPDHNSLIGEMLTQKLVRYKSTLSQAIRALLQLPHRISVVSANCSVLSLFVCNIPLPILDHISSVILSHVTKI
AELVQTSGSAPNGGLSEDQATSLLLLTWAFFCRFHNQSPPAAISKLRCELANALFDTYVALELARGKAVAATTTNSPTGG
NEADRNDTELNRAATEGSGIFFAFSRLSTPAAMSLPTTSETDVPADWPWVFGASHLEDSLLLQEERSLPEATATLFTVGD
GGGGGAERGTLSAVDRFRESIAFMLQPSSDRRQQFFSPTRAYRQHGFLSANQQFLLPVSTAHLLTGAEKALKKIVQEMMK
AVQGRLDMGNETAEGCMGGAGILRTLRVVALDALNISQLKEVEMRMRFAEGPISIVWRNGGNADGGFTALFTGILACLQF
ITEGVVPLRKLTPSLAAASSPYTAMGAATDNGAFTMTANCEEDENADEDGAVGSRLSSVVSSMTRILELLLRTTPERSST
RRHWVQPLLYFMLAIWRAHGLMFTPAMTLGVLARLFDFSTDILDVSADRSLSAFLSSIAEGDNEDMVQLTSFWSELLARE
GGTAGDRDDDTVPESFRSPNEEGIDDAAPPASLPASGDQQQQRPCSSPHVSLAECAREWVLDVASTLRFADGVTEDEQKQ
MRRLCCRVCWIYTTLTPQKELPDRVAMPSGSDRHVILLPIIRRILEDPGRNYTLLELLAVLISQEETEKYFVVLFKRTQL
PRAIFDCVTAEVQRLSDESSSDAFQLQRQRLRRKAMLGQLFCFLSVSSANTLGEKKMRVCAYYRSSPSNFCWMGHLCRHL
HPQNRTPMRRQIKYDMSSSLVASVTSLLRGFGYSDACEEEAPSENKSSKSRPDEVSGNNTNCPKKAELEASVTSEENLNR
EPTGQAVAVSPASLTSAGSNSTRKAVRDAPKVELRLSDVLGITSILPDDLLLQCAELVLDYLAEEDAELEEQRQEQEQEQ



EPEEDGRGGNGGGGRQNKKLRELHVLETPVTHIAVDFLSKVLGSSETSLVSHLYQLNETTKKGFIVRAISRLLRNDMSGS
GPRVPVMKALLDQTEHTEWVVYSAMVSAVQNEIRMGSTYTLQEKDVQELCARHAPHASACRSHHGRGVAEVHRQAIVLSD
FFVALRSVIDKHPKAFYTVFNISCVVFILHIGNRGIGQESVKTTVWLAPRKPPRQNVMGGSRTPHRLAVEKVLEMLIQRL
EGRTLVPPLVTSVLNHITTLPSVASIVTSYNVNVRIPGSMQGVFAERKAAEDEQAHQQQQQQQQLTDAPVLREAPLFLTP
FLAVILFMEKSQLELLEGFFFNVAQKAPSRLVHVLLHALEVMLEAIPPGKNRFSGEEESTENASLRNPSPSDMACSFLHV
LRVLLGAPRSSLVWRLCDELWQRDALEVLYRMVEKKCCNNERDAAALLLVIRRVLLAYGKCNSTYGKKSSGSDKKNTESD
GRPQLEGCSGRSGAMSSLQQQGQPLQPPQAPQEQQPRQSLADSMAAHEASMLLLDEGDVSRTPRTQPSGAVDDAFFLEDL
VRGHDQHGRNGELDGIRDGRRLQSHHEGTLTEVMFDIGEMLRPNESVLLYHSRGDSDGDSNHDNEEDTVNTAEDEENDEG
DVDIVGEEVDIPGHAPTPISMRVGLQDNMSGEDDDDDDDDDDDDDDDDDDAGEDDGENEEEEEEGEEGEEDEEEEDLEEL
SYVIDHPPFLRATPNDMAGVVSGGLADEFGDDGLTSSQLHGLAEWEYDHYTTTLNRIPIDDDNWTLFSGQGHAAILEIIG
RHRRETMEMNYSGVSGGDRHGVLSRIVSLCEAINEAVDLSWDKMLMLEPLPPVLYAADSEPPRVIPPPLPTLFASSEEAS
GENDAGAVGDRHETPSELPFEAGATSDPTPQEPGGSTQQVAEAAAAPNTTDTTINATVDNNSRVDVANARICALFFGNTE
PGRGADPTVPPPSSSSLLSANANAMGEARNSAPSVAGVGETMSLFGNASSTAESVSPEPPMEQQPWFGEIEPHFLVELPE
SFRRELLFDHMNLLLCGQEREEGGQRTHIYAAFMNQLPPDMRMEAIEVEHRWRRVTGEDSGTGGAQGGDAPTFLTEVLAT
VDPEVRRDILLTCDLRYLEGNAALLAEATVLRELQSMEAQGGEEEDDRRLREGREEGERLSGDGAAEGAMYNELFQAPAE
DSHLPWFLQHQFLEEHGGRIVRPTGAEAPPINFRDNNNNNAGGGGGNRRPGRPPRGHNRVTESFLTTRIRALQNRFTREE
KVPPPPNRQNGETGAHAPVPPVPIAVLRQLMELICFAKGGFPSLEYGCASSSLSVSSQLVVLLITVCVNTASATEALVNL
LTVALDGPLERTVWDPTSDGRPGLDRSRIAVQVVFVIEKLIERCRAAGLSFTMLPDGVEEGGPPKPIDEPYNEAEQQAMD
AGLFRRLMEVVLRFPSPRAELSFTRILSALNAQLRALEDNTVKVRSPREQSSMPLSNTIILHPRHAHRLQWTSLCQYPCP
NGSFLCDCCDTKLFHDTFAFCCSLCHYVLCPQCSLVTLTAEEESQRIRRCAYALVKSNGTLQTAARLLSHWNCTNEMGLQ
TVQLLRRGIKESARRDTSLVDQHSPIAVVERIIVELAKELTEEIHTRFNAFRSAFLNKTAMGPGAVTLSGVAATTGVDPA
GREWTTREASFALSYLNLRCTTSQSHAFFLPYAETLRPEQREVSLMWHASQMYLAEVASILQRLQNRSSVLLPHAVLLLL
NRFCQFHMAEARRGSCSASLVMESHSTPTVEKTETERFMLDTTHTPSSVSDAAVNALARAGPRQQQQQQQTQHPQQSLRQ
TGRLYQQQRSNSEGESAETLDSTRDERPALPRLVRQFVERNKTTINTLIQYDPKLLEENFAFLKTEPGFIDFNIRLLDFQ
RHISHTTHGSRISLSISRDQCLRDSFAQLSKLKSFHGSLNVRFRGEEGADAGGLTREWFQLLAEEMVNDDYALFIHSREG
MTYRPNPFSDVNPNHLQYFKFAGTVVGMAVAHSVPIDVHFTRAVYRHMTGVQPIFRDLESVDPELYDNLNWLLRNDVNDL
GLFFTVSCERFGVIQETELVPNGGHVAVTNANKSQYVRLRCEFHMTRQIEQQMEEFLKGFYTVIPRKEIRNFTAQELELV
ICGMPDIDVEDLRVHTLYDGYTATSPQIRWFWEVVASMTKEDRANLLQFATGASKVPHGGFSNLESASGTTQRFTITRWG
DSVDLLPQAHTCFNKIDLPEYPSCEELRRKLMLAITFGSRGFSML                                   
>Tcru_XP_809504                                                                 
RGVMQNQDTLDQVRALLSKGITPQELEDILVERTASALSIVRGLQLLSSLLSKLEKEEKRMLHEVLKTLWLFSGEGSGKH
MIESLVGSGTELEMRVRMAFHSVLETCESLLMNNCSREMSAEAMLTSPAENGPSTILLLAIMCHPWDAVDCEFFKCNGNE
DELAGILGHLEEQMNLFTCNVPLMSSWRNHRHQSDATGAAKRPNKWNEMIGIAEHMSINCILPNGFSIAIPNLQLSLSEE
GITFEKAVAGPLTLRADEAWPLPRLMAWFGGVPRVFYYEVTLTSPCHIFALGLGHCRGGMDRGVDVAYFYENSGDTHDIS
CPPFEEGDTIGCGVVATTRRIFLTLNGVFVSFMGTVSDKTEALYPVIRINNRERAGFTVNFGSTAFCYDFRRLHPALFIS
GRPTCYNIASTAEIVLHYICARACTMRDSGKSCARTFLINCCELVCRSINKVASIIMDIGVTKVENCDSRVEQAVVLSIA
EASLMKFIAALRHILQIGKPYLLPEVIGEMLFNAATVLMMLPLHSIQMSTISFFPELLPHIPHVQDMGASTKLVKTLFEH
AKVPLDTRGKIPFVPYWRQCDTRCMTISHVQVASMQPEAQRSIVLGNIIPRTGKVSFTVRVFRKGMSKGHSLKGGYYIGI
AVANLTPLSPSSNSQSWKAVKPPVVWALHDISPQLPHATNPTVKPNVFHRTFGSGDAIRVVIDCDKQTVSFHRDNEFLKT
LFTDIPSNVDLVPFVQLYNDDASVSISPGEMTAPISSSTLLSAASVDVLRSMLTLEPFERLVADGLCEELDEAAFPYVTL
ALFRSTPDPRVLQLCCRNGEKILVTVRRLTQWRVKFSVGNLAYYEHINNLRTASFLGTNGAFDVSDVSVSLSGIERCISS
LVSALRRLVAPLVTTQALSLLETQQRQNILEDENDQWDYLFHGVRVTQFLSIQRLSQNIHLLESPRIPVDYTFSAVLSHP
GFYFSPRYCGRLATVPSGAENTTTPFIAIAEPAVPSTGRFNLRCQLIRGHTGQILGGGYYVGLCVASFDWKRRDLNVGNP
EVWAIHDMDDAPWRLRHLYPGTRFQTIADPSCILVSGDIVRLEIDRDEGTMHAYRKGVNQEEVLVGLIFDNLPKDTELFP
FVHLYNTDAVAVLLPSDGDRPATRTTVQQPHFALCFSNVKRNCDGCVTQHLETRLTSRVWYKCNECVDYNLCHSCFTLCI
HSHHSFTEMGPDPLVYSSSPPKFLALGMKVVIPGTTALYLKKCGCRVLEKHMNCVAEAKRNNAVAMWGIVFKKIATFTVM
VDTSNGEPLCPETPMFIGLGEAEDVTSVSVEMLRERCISGAASIVSLCSDSSLGRKLNSPSLSPYGFRRGSTITIEVDTV
SGVATIRRDWVTLGTQPFSVSHLDNPINLVGFVLFGRKNVVVSIYPETNQTIPAVVEEVTDTFLRVSCQGRVRLLRPEHC
RVPLSPSQSPPAVGALGYVFVKKDLVQCKVVAVEKDEVALHFPLDNVVQWVPYSQFLTGRFDAIAEERLLHREIDEAGVT
MSDGFVISRLLIILSCLCENEALLPLVLSHSPAILSVLGPMAAVEISNDAPIEFIQEVRTAVDVTCNCVRVMTGNRRLAG
FIPSLSIGSHQCKPKRNMLMCSMEGPHRGKIFKVFSVESANSFRGVDIADISSTALLNMVDCIPVKQSGGKPWWTIRNGL
PCNLLEHTLRVTDLEHRSKNTTLEGEWQGEIIIPRRSNGSISIRLMADCTGLATVNFPTGSRECVVFGEYMRYSRTVRLC
LYHAAGSKRCSGFLFQKGDKHPTFEAAVEQVESMLSSSKEPVFVVVMDGVIDTEGQRVLGEWKPRNDRAGSFVVNTFRRV
TFISPTTELAQIEPLPECKDPVIPPAPQRDMASTMHRLVVLLARHLYLLILYKGGEVGRDAFQCIIHYHSHPLTDQIIST
YADTEQLLRTVYETLHLILDPNTKPWDSTTLSLLITKSVLLRDGVATHFPSLLWDLFHAVVAATHQCGADYRRHLLKNVI
GFVERHRDGFHDVYTQLLSLLLTWVDRNVPSFSNSSESRQDVAAGVELVMSVEKSLLKDTIRNIPLAPLQCLIDMSNSFT
EGVPLPKAVDLVGEEMAIRDVPPVEAHCAFGEFVEGLLKVGKVMSSCAARTRGKYYYEVTLPDRLTAPFVVGWGTEEHTE
VPSLHVGSDTCSFAFTGNELTSKNKKEEYKPGQEVVPGSVIGCLLDMNEKLVAWSVNGAYGPFVPIPIEHGEMALYAFMS
TGFCTGMRVALDASQFGYVPDGYSDLSGRFTRVQITTYGEQPLQSVLPVRPLSFYEQLASYLSDTEDSTMLKMQTSNSSF
SAFSSVGILSPEAELLSRYPQLSNLSYEERKEHTKVIRVAESCMATARRFIDLDSEVVNGRLSCAFLLMKHIVRRPFGRN
LLVSIPPVEKNNNPPGITVRITELYSTLPRTPEVALQHSVLSQIYKQIGSFTDKQLRQSPLFKVNLYIAGSGHAPHDLGG
PYRQLWTFLSEELMAHPDKCYPHTDYHRNPLCRYLNNSRRIALVPDSSANSAYDLILLNFLGKIMGHMAAAKTPLALDFS



PFVWKYLVEDTLTVKDYYKYVDSVVEKSMEDADFLMSGMAEEIIPNLSAVLESLENKSESENAMVFKCRRLAEDCLTHSM
DLQLNAIREGMWSVLPKRVIRCLSWRDLERMVCGDSDLTPDLMRQSIEVQLNGIREQAFWRIMDELTVEQRSSFLCFACG
QKRLPLIRKIRVTENAESTEHLPRAQSCSSLVTVPPYDTYELFKEKLLLAITHEMEMELA                    
>Tcru_XP_804303                                                                 
MYSKEILSVCAPTFEDIALENRKLLELLGILPNNRAVLHSLMQMMSCMGELSNLAYNNETSLSPFEQGEVRAVVGKMAVC
LATFGEAFDINVGQAAMDTLADQFHRASNSTLGRSRAERKKSSLSTLFAEDTAKEEGKGHAHAQPNILLSPTSNRDFFGF
LDELVTYSRSDFEKAELKWVAPLPDGTIQELVENGSAINVQYNDLPKYLECVQRYRNARTNEANRNKPEAETAPLVTSQR
VKSVSVPILPGNPQHDKERPISSPGVMDGGLMSPGTLMFPSASDTSVAKANIGDFSSAELCSSDADFCAKVEGLKRGQVT
GSQIAQLNLTFSVPRNGRLVELIPNGIHVKVTSANVTEFLRLLGDKSVNQCGRIRRMESIKKIEVTGAGSQDLSREKDKF
SPTHFSKDIFAPYEDRTSFLVDFDASDEILPIFIKEREQQQRRAESQYVRVVCQGDLKAWRAIIDEVQNNPAALKKYGVT
FCVPAA                                                                          
>Tcru_XP_802142                                                                 
ESENAMVFKCRRLAEDCLTHSMDLQLNAIREGMWSVLPKRVIRCLSWRDLERMVCGDSNLTPDLMRQSIEVQLNGIREQA
FWRIMDELTVEQRSSFLCFACGQKRLPLIRKIRVTENAESTEHLPRAQSCSSLVTVPPYDTYELFKEKLLLAITHEMEME
LA                                                                              
>Tcru_XP_817491                                                                 
MCSKEILSACAPTFEDIALENRKLLELLGILPNNRAVLHSLMQMMSCMGELSNLAYNNETSLSPFEQGEVRAVVGKMAVC
LATFGEAFDINVGQAAMDTLADQFHRASNSTLGRSRAERKKSFLSTLVAEDTAKEEGKSHAHARPNILLSPTSNRDFFGF
LDELVTYSRSDFEKAELKWVAPLPDGTIQELVENGSAINVQYNDLPKYLECVQRYRNARTNEANRNKPEAETAPFVTSQR
VKSASVPILPDNSQHDKERPISSPGVMDGGLMSPGTLMFPSASDTSVAKADIGDFSSAELCSSDADFCAKVEGLKRGQVT
GLQIAQLNLTFSVPRNGRLVELIPNGIHVKVTSANVAEFLRLLGDKSVNQCGRIRRMESIKKIEVTGAGSQDLSREKDKF
SPTHFSKDIFAPYEDRTSFLVDFDASDEILPIFIKEREQQQRRAESQYVRVVCQGDLKAWRAIIDEVQNNPAALKKYGVT
FCVPAAVVVDATEEEQITKVHELMRGGISTPVEDSQLWLFSRLIEQFSHSFS                            
>Tcru_XP_809576                                                                 
DLARTKLFRENETPAFVPRWLGGATTVMGKGAFYGSSPMPARGRHMIGFRIRRRQQEGRGVGAPLGGCYYVGLTHGHPPV
SNMTSLISRDDVYVLQDTDDQDQVPHLLLRRHCIPRSSQRRIYGNDEIVWLELNADVGEITYYRDKMVLIGLAFANISRV
DDLYPFVFHFNEDASCELIQAPTPIEDNCELFLSGLRRSVAIHTLQQLHVVPYFGDVVSQWIHRFLSRSHQDIDNSFLAL
AVLGGEKSCEFCLHETHGAVVVDSIFDVASKAIVYLEADGDMRVFSTDLLDIKPSFVKPPLFSLLETESLRCCGWLLAEL
SRILFEASMIVPLMKYEEEKRGEIESQFFEVTREAMNLDFVRGLNNLLQENMDTIAMDLNSTDMPLSLLQSTSSSFIMVD
GRQPVSGTPVTIDQRLSTSSLYTPNPSIGVTSGSGYSVIRGNVLLESFFTFTVSLTTKASNDTLLYVGVSSETELFTDPQ
KVAHCKKTWALCSHDAEESNSINCSVEPGMIFSSGYILFGSGDLIILQVDRREGTASFSRIRSGKCVDFGVLFERIPERE
KLRPFVLAGSDTVVVFSFLNSRVFPARNIFPLGMIAAWENHSSWVHCTSCEMELSKFWYESEGGMYLCQECFNSWRFPKI
MFHLFQVEEPLLDYLVSRHSPKELIVGDVVEFVENTVLTWLDDKGVNVNIEGGICMASDDLAFATLEPLNTFSNQRIDIS
LGHVAGVDGFPFGGLQPYSVQWRVGNILKSSRRVESDMLLVSSTVIPHGTRVVIELNFGASEEGRSLNKAGLFLGVTKLA
SDYRAINMSELERLIADHNIWGTWCDAKAKLSSSTTLYLLVDTNRVSVLVSSSLSGLHMHPVVVSCNGLAEEETTLRFAI
YSRDLCVVTSMSGFLSANNSVVEPSISPLAVGFIQKGAIGPETDIMNSSFFLFDSVAQTLAHSGTFWQLMPIVTEEGSGV
LFAIGDTLTITLDQSMLAVYRNGLPLAMCKVKKHQNFKPEQLVVYFSTRGMFATIVPPLYGKSHLGRVVRTYGNDVGVVE
CLCPCPGRRQYAVRAKDVRFCALAADSTRLKVDARVAFKAGSLNVPKRGTVVSIENNSANVRDDEEKRIWFSLQLSSLYL
VDNEGPHQVPQGLYSLPTLPTSTVLRVFEVGKTKYRPQRNGSYNGIMFDLLAHDTIVLTGLSVMTHTTGRHRVEVFFKKG
SHHMHEREATAWTKVFSNFVEMRSEHQFSVKFSGIHIESNATFALYINATHNCGVGHYSKEDGCSGAISSKMDSDGILTV
FVGRTSESSSPFLETVSTPRGFCGSIMYMQTKDTRPPLIERTSSSLGCLQNKNERYGDAIFLRSIPVSTRVVSNAEFFLE
VFEGSILIQKVTFPILIGAGVRHAMGSTHLSLSLFYSSLDGISGVKNAEREWIWAYNAMLPLRNDICEFCMDGLSLLLKR
GKYLFVAICSKLKGVLEDGKGVKLSCFIQSSDESYVVKNSFYGVQGFAGDIVATTTSNIMTCNEICSIFTGGRLNQNNSA
SYNGIMFDVRSKRDVLLEEVFCVAQTTTDNVNVRVFWKEGSMEGAEKTASQWQEVISKDLHLSDKQSFSPGLLNLHLRAN
QMYALYINTTSSCGVRFYNSSDGHLGEVGDEFEDDGMLTIFVGKKSESPLPFAEIPAEPRALRGRITYRAFMEKVFLAPN
QAVFPALKGLLVTRILAALIAYVGGASFAATIFEDKSVIDLLAKIATSSTTAFCDAEAAGNLLSSMMRGNFVEELRDGMV
TLPLFTKKPTTFNVFGKGDLALVANATETDLSGQMVRIVDDPNENWHVLARCEAIPNHHVTLSVDHLIPIIICPDCNLPF
SSEGICQKTGKGHVPFLREEDQLISIFTRYIFHQSRLSLVASAVCARSLLLDPTTHTFCIDPKTHATRIENCIDMSCCDR
CNLEYTISPEVLLEGTEELKSPGFVCPFRYHDTMGAFVSISFSRISDSWKIMFLSDLPLRVEKDTPLKVFAVSLEVILRD
GTRQDLLSSPQMYYAVKGGPIHCELPTLASSLHHLCIFSDDRIHLCLVVKKMNLPSSIPLTLKSVDGWMWEGGRDTAQLQ
PNKRCIFQGSFDFEKWPREKPRFWQFSVTSETNEKIFFLEVHVIVPKSMTTVFLDKIQNHVIRCSFSLSRNEVLSLAFTV
DGDFLIYDEDDNIRCHVASDDLRLSSARGLPPKIAVMNVGANPVIVHLHPPSAAKNARSVTCFNDDATDPGSYLPEWVLY
EPHNVSVSRNGLTARCCNEGGQAVIGSPLSMTGLSAFVIQMDRSDRTRGDSLGSGHFAGIVVSTFQELAPHFGAMCKHVD
SVWAVQDVYDADSLPTQETIPPLGASTNQMFLVGTHLHFLLDREDGTLSLARDNESPRVVFRNIPSNLPLSPFVRLDHAT
ASATLAAFSCKAWGNGGILTSPSMILSSQPITPTILRRLPYHVVFSMFSVFRHVVNYLPSQQVTLVEKAWSDRFNCSRFA
YRLTCAVQILVELGAFSRCMAYAEEEEAERFCSRDEVQNVIHTLSESEKRAAVVYSDGNGEDNISLLLPEGYEIIGYMKD
DSMIRLLYFDGDGPSERTLHLFRFDDSEICINSCNLVTKHVCVMHQEDIIPSLGDSSWCGIITSGWFDCTLDSVSVDILN
EHQQRVIAMSILGALEHWHLHSLPHGNVNFKNVYLRIIGETVVACTLWNVHCLLRHHTCASPGLRIHGKRDMEGDRWSCA
YILNRLSSLLKADVKFGNAVKLLMNENLKISDAIDQTEIFAEELRKTADGQVFCLRTGDHLGVGAGSYNGIMFDLVAKHV
KVKVTRVSFVPDTTTLARVTLFVRDGTFMGVESERTEWRLIMDQEMKLVDKRETELTEFDPVIIPAGERVALFLHTTSGS
GVLFYSETDGVRANMAAVEEENDHIGITVGKKSENVMPFVGIQNQKRLLKGSITYTLPSQAGGYRSRLRILSHDNSTCLQ
QKQQNLLGIPVIVAETRPGLIFDMNEDDYLVFMGEHCEWFHKDLIRNACFTESSNLEELDLTLQKILCKRRKPPWGISHQ



YLCYRQLVFHKRIQSNTETDPSRPSVVWWISDPITSSCIVSVWQVIAMADTSFLLLLTSQDLSLSQSSNQETLLSQGQAF
FYIDEWARSVILSGNTGPKVVKQLQNSLSENHLYLAFSSMDLEAMNAPVAAFLNRFTEDITVRSASDTTALVSIRPGACL
QEHIFLNGIVLKCSAEGGKTTTLSRATSLTSQRDVRVTQMPCLHIPNENSGNFGSTLTETGVVEQSHPSHFFLEMELREL
CISHDVILHTQSEFLDVSCRCVRQIAHGGSFLCTVTKPVFCGEKVHEIELLIVSTNRHSVQLSFQDVTTNWFLRVPLPLF
KHYENFYFSSSETVQCIHLRLCVFPQAKRAFVSVNGGMFYEVIPGYDCPSEFRLAISLSGIASSVRFLHWRVFDRHSPVI
TREMLETIWSRLRVGCISPNVSQSVGVLTRHSRTPANLVSSRKTDVGLVSQIEAAMVSYARQLLGTVILSLKSPCLHKGL
HILLPFTPLRSDLNALEVLVGAEMKRSSFSLLAFAYACLATPTVAQSLEGVETSVNIIFLSLSNEKVLPFLSTAFGPTLT
LLLLRTATVYTRSIRHMALRCVLQLLKTDQCALPSHEALCASFDPLLGMMNGLCWKGRTSSVVVQLGISLICELIRRYQL
ERSALTPPGKKSTVPYAIAASTKIVLAAITSNPPVPLPDAFTEEPKEAHRIEYELRTSTTSNEGIRSCYGVFSEKFRSTF
GSKRFEVVLNPSRKGNVVVGWDMNAALPGSLVSKPSQGDEMSRRIRLPSCGYFIDSSGKVYVCLSHKKESQPLKARAKGG
DTVSVKCLYHEQTVIITLQRGVRNESVTRFETYPNEMLALPVFFAEREEDATFNGEHLSDVSTGMDIAQLYNTIQEFPDR
LDTAVVPQGYDFYAELAHFCQTVMNSEKICALLENDAGTTVRSHDLASFPLLSSFLGVGAFTNEIPLDPLIPYMRRLQVF
DVITSVFSAVVDLRRKTELFELWKKLKFLCSAESSEKIQNETMRPFRNRPGLKANVIIHTMQARPSMRLGPYPTLMRSVF
GQLFVQLQKSPISTFYASPMFAVKLAGFGSTDAGGPYRDILSQLATEIMTTHPNGTFQLNPLFAQCGRGGQSAVMPNVSM
ALNSQSSFMFEFFGKLIASCFLTKDLLAVEFPPLFWKCLLSDETTSQDLLAIDPDIMRQLTPEDLMDRTADELEERFPGI
FESWSTFVTENSQMNLGAEIPPSTIRSAKILGEHISTLELHKYDVAISYIQRGFDEVVPLYTLNAFRWQQVELIICGAPK
LSYDALREVCQVSLPANDARMFLDVIASMTDEDRMLLLRFTTGQTRLPLKEAIKVQRNGAHDSLPTSSTCFFTLRLPSYS
SYESMREKILYAIRQCKAIDTDGQAREHIVLDH                                               
>Lmaj_XP_003722932                                                              
MESQSSDFSGLDVDEAFSDDRQDSQTRVLSDDQDYSSDSSEHSSTPRTAPAEGLAQRSAGQRSGRARGIGGESLRPLRES
SYPVEYVFAQTALKEKCSAEVSTVSDEKRVGLKSLGGLVKYSSADLLTRAWCLCPSELKNREHPLYSKLPKCPEVLETRF
GDTDEISRFMCSIALQLGERYHRVTPVYLRSLLVQAVVRDEIAGANQSVANSTPYADALLDPAWEGESACADEADDVSGN
EASDEVQEEDLDVESAMSAFDFSVALVLPVVSQGITYESLHLLHTLVDRCLSSSTEVAVLRSWGVRRIMRLLLRHMNVHA
GQSVNKRWLATTISLLSKIVLSSGDTTVFFSLLRWSLRHPDTMAMLHMRGIRGIVERVEQRNAVRVRLSIPTATPKEQTI
SLIHSVGSTPASVTGLCVLTEGDAPRCIVFTENRSFKVALTPPFEVLCWSSTAPDSCRGVYVESDMSICVLGDHGKVFAI
NKDTLMLSRTMSPPSHLLGSTQFPLYIGNGEYVSPYFLAGASTERQACFTGNEVSGALAPSTITLPRTCDSLSIQFYLCP
VITGTVNEMTLLHLTTGTKNWLSVSVSLNPLTSTMVLMFRHGQDAVAEIRESLRAEWALWSASLTSTNDTASWSVFKNGV
LCDTRSQSGTLIQPSGAVTPIFFKGRLNAHLSTLQLWSRAQSVDCMRNCALEHTPESKSQFLVFSFLMDEGLGRSFHSPQ
TGYVWQGTGVIWDTPPRPFPVNRHSPHKVHWRPSGNYYVVTNHFEYAIIEPQATTWIDRDGRVVEQAEGLLSVSERPFYN
ITDGYFFLSTQDTVGIRSVKSSSPPAAYLQHLPSMVVGKQFCAHVVESVMRRTPITAKQYLEYLVHRTNLHLLTYSDDQG
SGPVHLSSSLRENLSVVGRLLNLTEYLVSGIESNAKECLRPELLLCLVGRVLNIYVKLFERQCPGQVVRSVVDAHKRLQS
LNAKVKQDEFLQEAVSVFGDLNQVILARCVSHDFQLKLITDSASLKDVRQLLQLESLSQFVATVIKKDMKKMFMTFLHRL
KEECQEEATLIFDSKPRPINASEAMLSTVLGMLSQQGHSHWHLVAAALISSLCKWIIRCFEERYPSDAERYANVDALKET
SIGIVLFPVVHYMCDMQLDSSIAPDALKALNDARKCLSRYSLTPSKTGKKFVSFSETHYVASPPQLKAPFCASLSLQYAK
SIKVEFLDSPELDRASSTVTVSLVTNNCLTSLEVLHPGQNAVFLEGAQVSIVYAAEATLDSPAPGVALNVHTVVELATEK
TDWVRDICLALSYIIIRVTQHNLHNTAPSGSAIRRNSFLRGGLSVSVQKCNKIPLSLGDKEECADLHAQLCAVAEETDPS
LTAAWSALYEKNRIQYSKRLEKIMRWASCALAWQTLSLPAEDEKTVEQLLCSSVNAIKRKTFLLLEALQQGREEAIVGRA
RFLLFSITPRLFGEWQLIEHQHTEEPVTAEADRGSRQLSRLAYSVGNRSRATVTSFQMPTTHTLDLSSSYHGSLLSTRKT
ASRALDESPVNIFTKSLRSEEESLLNKIIYYLINGLDKSTEDIYKDMVLKTQQAVYQTEAYKLQEDLCKSFAKDREMLSA
ILMTHLKYRLEFSQSTIVAASEQGEAARVASVGFDHHYTEQMIGCGMLRELELQKAVCSFVQSSLRSLLHKLDDTQDFPY
VEAVYMCATLCHPWDGVDMSILQPREIFAFLKKLLTTACELRLESSSSDTDRYYESRGLFDLAHRCLVIPNAMLQMSVEG
VHIVQSEVQGLHVENVNVVFSARTHWKAHGANVRIPAKTREADYYANYGIPKVISEFPDVQYYEVTLDFALHPSNPELSM
GLSLVPFSPLDPVRADYVLSLASTGRVHRPEKQDCQLCNPWKVGDVVGCGLMAPSNSVFFTLNGEFLGVVAEVPTLSTVI
PFVSVRGDDTLMKVIVNFGEEQSFRFDLASLHCSCRHRYLTPSVVCDTVIITTDYLVTMCYKGLSQREDISATSDEAISG
LLEKATAFISSSTMSLMVKLNACSPGQSSRIEQIVVLLSRLLHCVSIVVECFRYDAVTRRTHATVLQLCAAILTRCRDKW
VKVRASQCLAMLCKILRPQYLVEALEALRGLVSFEDIVQQLVDLARIKFIKEADAPMQPPRWVGGSTVVKGKGTFFGSVP
LPKKGTHLVGFRIKRRQQQVQGPGAPLGGCYYLGLAHGQPSIPNMGNLISRSDVYVLQDTDDQDQVAHLLLRRHCIPRNI
HRRVYGNDEVVWVEFNADYGEIAFYRENMVMIGLAFANITQVDDLYPIAFLFNDDASCEIIAPPSLTDESVEHWTESLRR
SAAIDTLQELHVVPGFSTIISLMVQRSVSQLDCGLDACLVALGVLGGERSYLYCQHDTYGMVVVHAIAEVTGKAVVFLAS
DEDKRLFSVQPQGLKPSFIQTPLYQSNAPDAHSCATLLSSELHRILYEASAVAPLLQSEEGARHKVERQYEESLSSAIAT
NLIGILTEQQLRSSSQLARAASTTPETSGSEFPYHRFNSSVIFSGQSVSVDLHCSTKTLYVPNPSVAVTTAEGCSVVRGN
VQLDQRFTLAVSVTQTSTNDLMYVGFTTTRMRWPESQDEVASWEDAWVLCNRDSVATNSVNCCMEPGIIFGAANKVFQSG
DVLLMRVDRHEKTVAFTRIRNSEQTDLGVLFEGIPAACDLRPMVVCGEDSVVVFSTLNSCLFPSRLTYPVSNLNNPSCER
VTCCSCSRRLMPPWYGSEDNVALCEQCFSLWKRPKDMFFVVSTTSRTMPEYLVSDHCPEALVAGDYVEFEENTGLQWSNI
RSVNSEILGGACIALSDESFALSAELPQFGQRRVDVRLSHIAGVPGHPFSGLHTFTPMWRDGQQIGPTCSLRGDCVAVSA
TMLPMRTKSFLCFRIESNSRNTLFSMTEVFVGVTNLADAPRSMSRADLEHLCAAKIVRGTWCDTSEKVSSSGYVNMLVDC
LSNSIFFSSSLSGLHGKPFVISGSMSAEAEEDNLRLLVFSHEPCIVRFSEGLVSYNECVEPSFAPLAIGLFPETGDALSV
DTFNEAIVLMDTVDRTQAYTKTEWRYSPQVDTLDNGTLFYISDTVTFFHDGTTIHVYIQGIELASLELSDAQRSERLRVV
AYLSTRGTTATIVPPLYGTSHLGKITRVCSPDVAVVESVSEHGKRSTFAIHKSAVRFCALPAAAGREKPGLCDGDPVAFK
IGGLQISKRGTVASVQGAVVNVCESSDKRNLISVNINQCFLLRNEGKQQYNYELYPLISPPTSSITRVFEVGKKKFRLQS
RGSYNGIMFDCKTSETIELIGMSVLTRVTGCHQVQTYFRKGSSVNHERDGRSWTIIFDDMIDMTADHQFSIPFSPISVEG
GTTFSFYINTSHNCGIGFYCEEDGCSGEISQELDADGTLSVYLGRKSGSSDPFTEFSMSPRGFCGTIQYKQNHGFTLPSI



EGKLFSRPSMDANFCHCSESLRLICRPPTTSKDTVVTFRVRVFSLAVRIISFTMPVLLLNPSARAPQGLSHCSISMFYTP
EDRLERQWIWNSRFLVQGDTSEAVLSPASLSLEQGTYMFQVLLKNIESEGVGAPPHLCLLSSSDPLYERKNSLIAVSGFF
GDVTCEANRPVLEGEQHTMIPGAHLNQNNSASYNGIMFDLRSKKEITLEQVFCISQTTSDCVTVRIFWREGSMEGAERAP
HQWREVITKEVSVVDKHPFSVGPLMLRMRANQVYSIYINTSSSCGVRFYNSSDGHVGDIRDEFDSDGILSVYVGRKSESS
SPFVELPLEPRAFRGRITYRTYAPHNADAMEYATLPYVRGFLVTRMLVALMSYVELSDVGHSGNFSYEQLLKTTSLLATS
PMDSLADLMGAENMLASLIRDSGEVRNINVTIPIAGGHCNLLAPLAKGDIALLTDLQSAESNALVQLQSGVRPDGMALVR
HRDASVPFRVPAKRLVPITKCVMCGWMYAQGVCAACNAEHMPIVSEEARAVEIVANGLQQTRSGLSIQETMEAAVAAVHS
AWGRNGMVMPADAASKDRLEVQASVASSGVGFSIPVALLLSEEECSEAGGFLCPFVFHPAVGAAVALRLSTTNEVFSVQF
VTSGAASAITEPTEEAPAHFFCLHLWGGDGEVRHQLTEDPVRFVVCRGGESSVPLVENVHAGYAASLQRHGFVTLFLEIE
ACSPLPLTAPVLEKADCWMWEKNTVEAQLCSTSATYLARLFSSVKGESDWPHYSAFMVTAKGKETMIFLELHVAEVQRRT
VSSSGMMVYSAPSPLLVRIRKPFNVQSDEVLTLRVTTEGDFFIYDTNDIVRCSISKEELYGGKHQRQLHRIGFVSVDPDS
VTALLYVPEKTRRNPRAAIASDPKTTLSSSSLLPKTYSPTWVKLDASRITVSHNGLTASSVNELGGGDAVMGTPLPATGV
WSFVVHLHRKDSQPGTPLGSGFFAGVALSDFAQFAPEYSAIKTYVGSVWVVQDVQDEDSMPNQEPLPPLMRGSYGQGVLF
VDSTKLLFIVDRSNGTLSISRDNESPQVVFQGIPNGASVSPFVRLDHPNSSATLARFSSAVEYTRLHQPSLEKVLGLQPI
TPSLVRRYPLFMATQTFPFISELVRKLPTRLAGVLEQCWGEQIARSRFEYRVAQALEELAGLGAFARSSPEVNNAKVDDI
VDYLSRSSRREVVVFPARTSDTAAQTSPLDDSTGVHVRLPPTYELVGRVEATNMVRVLHFDREFGAVERTLHLFFLDDAT
LNLHSTNDVLPHLSVMRQHEILPALNRAEAVAIMADGWFDCSLADYDAVLSVKEEEEIASSLVYALEHWHLHQLPHGHVH
PRNVYLRVAHGQVVQCCLWNVHQLSPKSKYASHDLRDSGVRSLFGDRWACWQILHSFQHLLAHDPRVAECVELMVDEATS
ISRALQLSVAFQGSFRDSSEGLTFSLRTGSRLRGGSGSYNGIMFDVVAKNNTVCITKLSFIPDANTVATVRLYARIGSFM
GFERDAEAWTKLFEEEMALKDTWEVTLENFEPITVPGGARVGIFLHTTSGSGVLFFSENEGLQGKTGDVEEENDDIGITI
GKKSESANPFVAVQSQKRLLKGSITYTVLMRSNGPRSRLVSCCEPVLGDSKGEEQVELRLVQVRSAARKGEWDPQAPGGE
CAPSGAQPGLTATEPPASSGYCLQVLSAPNTQRGGCDRDNVLTLVAPSQFVWCRTPDVVSVRPGLLREVTAPLVRFLAAE
GLRRRRTLLRQHNLRSRVFPCRPLHFLPLLTHNTEAGAPSSIFSVTHPVLSGGSVLISEPISSSCTLSLWQRTAGAVMLL
VMDHIPTTDEVTRRATASSSDSLVGARSCGGFVHVDDALRYVTSSRDRVHLRLKASLSCCPVFVVARLRNAGHRDSQLFA
YSSAIDHDLFTPAAEGCFFMTDRKATPPHDKAAVATTWHACGGFIALEGRDDGGACAESLVRLESLVSSRGEVRFVCLPR
CTEESERVVQEVKTGEAPRNVAVQHVIPPASLLIELREQVKWKSVRHLVEFTCLSSSLALCGACGAWQVAGGINCSAVVS
SPRFTTAERHRVHLRLQFPRRMPMDLQLDCKSGSASPIRLLHGSYKSLRSRLFDPAVREVFVWIDINLQTREVVVLSSDG
TVYHPFIEESVLSSDVQLGFVSHAPGSELDVLEWRVCSSQIRGEMTASVFKRVLEDTSLAELSANTSLTVGTVCRHSARG
AFSSNHEVNLSPEKQMGVLMVKYARMLLEKTLLSQEKARAAAQPQFLRLLSLTALRKHPDIARILDGEIKQGSFRLVSQC
VAQLSAPFLMQLSAEADASINVIASLMRNDVFRRTILNAFGSSLILILLRAATVYTRSTRHTALHCVQELLADGRVPLPS
HHVLSAHLRPLTDMMASLCRRERMGSAVVQTGVTLIADLIERYQRERPEHSYRDVPTEIPYKLVCCAREIVRAITHVPPL
PFPSAMVAEVSSPHTMRCEVIKRVIDTEDRTRAIGVFREEGRHPDSSMSFTVRVNGNRRGSVVVGWNSATPRQQQDESLP
CFGYFVDGRTGAVFLCYNHTKSMKGLALRVNAGDELITSANYRDHKITFELKRAGITVGETKFDTEREVIGLPFFCAEYC
DDATVDLKSFHPGPQTLSVSRLYEQILRAPYEQDQTPAQSYEFYAELNLFAQTVLNVHSSSDIISRVVSETTVASHELAS
FTQVSSVLNAGAFADRVSLAPLTPYLVRLTKLDELTAEFAPLINLRRRTELFDIFGVLKNLCSRETEEQIQTRIMAPFQN
MQGKKVSVTIHAMQAQPTSSTGPFQTLMRSVFGQLYLQLQQATIDIFYMSPIFTVKLAGFGSTDAGGPYRDVLSQLATEI
MTTHPNKQCQLNPLFVNCGRGDVTSIMPNVALIKSAQIPLMLEFFGRLLASLFLTQDVLAVELPPLFWKLLLGEEATIKD
LAAFDADIAKLLQPEELMMRTHEELEERFPGITAVWKAIVDDNQQFLLDENLPPETLDGACLLSRRIMVSEIHRFEEAIG
YIQQGFDQVLPLYTLHAYRWQKVELLICGTPKLTFADFYNKCDIQLSTTDANMFLSVLEDMTDEDRTLLLRFTTGQSRLP
LKTKIKVTHNGTKDTLPTSSTCFFALRLPSYSSAEKMKERLLYAVRQCKAIDADAQAREHLIID                
>Lmaj_XP_001687222                                                              
MSSGNNADDWGLLSVADIIDSVVATDDHEANGSTDVPFAVSDEASVPSFLLEAPLVENLQRSLLSDVKKRLYAHSTRIER
VFEVRFRKVKLSLSSSKKIRDRLSEAIVSMGASLPVQEEHTSLLSTIALLGAVTDCDEKGAYTSVLLDSVAHVNWDIASP
QSCLELFRIVEAHASEDELSDELRVAVARTKLGLALRSGCLSLLLKCLVAPSALLTLDPAVFPPKSSSQCVRVSTATMSD
FLVKTLVLPAQFRPKDSLQCSAHGRTLLLLGDTHIARYEALGTMGTRLIQRSVQQLPGQRGDVVLHPNEAVALCIQALGR
DEHFWHFSVCREGLDGESHGRLTLRTTGLSLAEVRFHFCVTGTDTLCCLVSSHPPQRTRGCLYVGETSLEALFGTTSTIT
LAPLFRNPSLNAASRRRTAFHFTKSVSVAVGRVTLKDRFHPFCIEMWVFPRSVAKDQIFLSIGDKSVEEVLLGLEPVGDG
VRWRGGARTPRLGPSFAMYNSAGKLSVLERWWHVALNFNGAAWELWLDHELVSRQPALVSPNAIANAKCVVGKSFIGLAA
EVRVWQHTRTAAELARDARRPLLGNEDGLCAYFPLDEGYGNVIMDYAPHHEHALLPYGEPYWCAVGSFPVLGDSFDSRQV
LDFVPQAWIEEADGVFFAASRESYTIAGVRSDHTLCVFDYARDRRCLVAQRSVELPVSWCVKGVSADPARKSLCCCAVAV
PLSGAAAAATTSAAPQVFLWEMWAYAGHTEAAPHVPYETSWQCGKAVLERSAAHAQRILWSAKYLTDQSTWASVVPPFVL
DPDDAVLTLLLRVAQQAASAQTSQRDRDLVHQACTLLQVNLLARLYSSPLDFALRVGGCYDSVEQLLRAAAEGEETDCSV
VTTPTSHLREFIIRFALRCTCMDAPSSSALLRCCCQCFLTEGGRLLFLEAQSGKSRAPAAETVYCCLLKLYSSLHTCCDL
LSAQPASQLSSLFSALYAEAMYQVDRSLRVKSVDGLLRTSHCLEVLAEVLLSGCGMDGDAARLETLQCVYSTALLRCCEK
MVDAVSTALRQLPEAETTFLKCLQLSPIGALLASFAVSLPLLPTSALAACSVSLQKCRESLLVLIDRFPGEEAKRWASRL
CVALTYSLAQLGCTLLNPLPSSQDAVPVAAAAVGASTAQGGPQTAAASPRPPYLSVLRNGQRRPKTERDALIKNLQGGVG
VLSRVFEELQMKDVSALRVVRDEQLRETERQVMAACCALLLPTQALREATPESLLPAFQLVLKLRPWCLSKRQESKEYVT
KMRERAVFLALFEPIAEVGDDEVGTGQAGATSSSASSRTRAGSTSNSHAAQLTQRQKWRRLFKSWKAMRQLKALMSSREE
AADLNVGAEIVACFQSEMSTSEMESAVAWRSKKAQYRLVGLQLLWQLTEEARHSALLARVLHPVIARTLCGWHYADGVDG
CSVEQLTRLQSAFFLLLEAAVKAYEEVRKQAQPWVLLLAALFSCPFRRTDLRKLRTTSASAEVMHRLWTADGSPELLYER
VNGSLPRALRATKLSPIGCASTMTVGAAGLTLCSSGGRGSCVAPCTWKKSVRKEAASYYYEVQVVDLYQGGYVSVGLGPT
DYSLSQMPGWDPDSFAYDGLEGAVYHNRNARVIGSTFGMGDVVGCGWDREAGDIFWTRNGKSVHSVKALVTLEQLSPLIG



MKGKGCVLVNFGARPFVYQNWPVKAAGASSRVVSPTELASGARHLGPRLELEVSWDGWGAFRLLSMRAAKVTGEAASQGA
FIAPTSMPELAETVGRCLDALVGALASSAEVSLSQLPLPARYVTTLLGHLTLLCKLLRGVPGDVISIHTSRVAALLAKMA
TRWLLTTSRVVLFGAEESEAVTALLMAWYYTMYLTPPTVILAPAPTGNPRKVDATSAAKPSSRAARAAPSNAATAWPSPP
SLPNFLHVLLQLASCIITTGDARMSASETRHALESNANVSVVTSCDTAHWLALSLLQHLNNDRDERSHHAWQTELHAWLM
HTLKTGPQIPEGDQGKGSGDKAKTRDILLGLAILGGIPRLAVPGDTVMAHLSTHTIAPVLLLHASWSEEMCEVLEVHAGD
ASKAAVKASTTAQPAMATHVIKRLPLRFVHATLGGEDPLTDTFPIKGDKAHLELAEAVAQLAQVWFLTVTPATRSSEDAC
LVAQLSYVLVRCAERRVVSVSPQLIDSLSVLIGMANDVASNMDQVRLELVLSLWGLLQCRQRRGLLRNSLSAMRTDRGGW
VASDEREQLGCRGNAGCSLVRVGDSVASPTASSSMRLRTFAALDPLRHHLLGPVPNEPDMTYEEEEDEGSDPEEDDDSEF
GTRSPYPLHGMDDLDEEDGADDEDAEPSRLATIAFAQTESRLSASSTPDALFLPTEREMFDTIHFNGGCVRLVAGAPVGL
SFTVDLALRMTNIERHQILFAQMLRGGSAATVLEMVARITRGNLEFGWFPCFPGGEAELDPADPATICSFALSETDLNTW
IRVTFVQSGTTLSLFRGGLLLDSRPMKTGGGSLLQEELRLGGIPQQLGSSAFIGDIKNFRVYELALRPAMVEQLRRLNSS
LSMFLESHLALLLKTTRAGVENAAKAAASVVLDVWTEGDVGYLDESEEAAARHIQAREACAQELDFGTESEETNLRVLSE
PLPSQQSVLWHKKRSQSREQLLSMCASCYHQLAAFYSAHILAHAVCRVVKSSHGLSESDQHTMQVLKDDACVARLADWAV
STSGKDMATLLDDMWLSLCRVSGDRTEDAAKVKAMWEMGNALLAELLRIAQRSPHARIFESAHPQRPFASNVYEVQVPGQ
RSYAVFVDERSVASWRLITVSADRTLGAMLSEFCSTALSSFEVCLPQFFLTVRSAAESSNWGHRIAVVHDYQPQLRAMRL
FRSALSAFLTLDSPASSAVAYVWSVECLMALRTVAQRNTSKTRLLAFTCLNHLLLFSQRFRTTPPPLSLPLLLHDVRRMA
LRHYRRRLPTQRVLGRFIQMSMESYVMQRDAAQCWQAARTPQAPECSPPSMDSGADDRTTAEGAPLPTDASAEESGATAD
FLRHRQEQMQLYRQRDTAADRVSIQKVRNPQSLSLEWSGDGVCILRSDDTGGAVVAGVPLTAGRWYYELRIGGTGDLSVG
VLPIPSSAFADQETPLPLTSAAMQGREPVTFNGCTGVFHCAEQQQLPLQQRPLSTPLWFSRDYLGIIIDIPVQRCTILVN
GVQTVSFTFGPEAAPSEGAAAAFPSPSSTIPFFYNNGGDTGSSNAAEARHEGGDTSHSSHHPRHRSVERSSASVAYYPYV
SMGQADSVSLNFGAAYFEHEVPSGCLPLDPANLSLGTMFPYNQMRSLQDLAAHLLTGGRYPLPPFYYEEADPFAGSTERV
GPAHVSVQASANVQVNMEDVKNTGLDFETVTGDCAVGAGAWYFEVTLRTQGLMQIGWMQKGEAPHGNGHGVGDSSTSWSV
DLFRRVMWHRGVPEPVNMPRRWAAGDVVGCAVDMAHGELSFFLNGRPITGASALESRSPLMETCTFHGIPQGLYYVPAVS
LRSGGAVSFNFGSSPFKYKPEGFNPLGVPDSWNERMDTFYNNASTVSTQQRMAAMQEAWRVLRSVHPAMGASATAAVTVD
RAPLASRTPATAPTPAARSWSMDAFEKNLLPYRLVVHAIDNFSSDVTKSFTKNAEDELVHYLATFAYPDNSSSGVSAAAV
AERAWDMFKVLKAVSKVVHALLPFLSLNITHPTLMTLLFLSLRTLLFRAVRRKLVESVLTVSSVRSEQYRICINRAKAHA
ERQSVKSSVFGQTFALLGSQSSRIFQTHQRFWNTVFLGEGAEDAGGPFREHLSEMCRELMSGRLPFFVPTANHVHNTGSH
RDAYVPAASARSAYDLEAFAFIGKLMGGALRSEDPLDLFLPPLVWRYLCAYPITEAEVEQVDVICVQCVREFRVLSATHA
AAAVADADEAGGTETELFEDVFGEEFFVTQLSDHSTKELIEGGAQTRVTLARSSEYAEALLQARLHEFDLQLHKMREGLL
SVVPEVAVLLLTPDELELRVCGQADYTPEELRKGASYEGLTSEDRRVQLLWKALEEATPLQRRLFLRFVSGRDRMPVKLR
ILPLTTQADADTVLPRAATCFFAIEVPDYSTLEVMKRKLYYSIENCADMDTDFNARAVDEDEGPQLSVALDDGQQDIIPP
NLEDE                                                                           
>Lmaj_XP_001687021                                                              
MRMGSLALLSDIRTAYLAGYDAAQRSGETILSSSRGAIDRAKVTAGTKDARQRLEEHLRLLCTTICISGEEYVRAFPANL
YVPLLTEILTAAHVAQRSDGCVMNPLSSDVCDSDVPSSFSVVKQPSHKVVLKSRSNKLLSSYMPALGMQAASPVAVFALR
ALALIADMVPSGSFAFCPSRSKDTIATLALYISEPDFLVVNEDLAEELLKCFRYVSMVTYDACIDARVPARTVEMLLVLE
PHHLRVLCVQVVSNLLARARESDLEGVWAPVMAKLLESFDSFLLESSLRLSAPETTTQVATDGSSRPTAATAAATTAFVT
PTAVRSLTGKETTLLQHYMEAIAHAVDRLFVSVASMKAHMKLLDHMIRVCVQVLQLSLNIIPATCGEWLRSVALSPILAF
YLTNPPFAVPVLLQLRVWEAVCGCMLTLVDRRAVGTRASGAAAGVTALESEVAGGAPDDRAAMQINSSAHTASSAAASSA
SLASNAQRGRGEGPALTTGPVLTTDVTTIPFIADELRLLPLLEFLLVLLPCACRGHSHTDFRHVTLPYFGWTWEDDFHNE
TECNEAISRRLERIYQQTRSCRKHELFAITHGKQRVFYIDFLSKSYVSERRERHCLHRKPLLTGYMHGTQDALLRGCTCC
ASEPAPRFSTWVNRNYMQLRTADTEAGGRRGESLSSSSSCASSGDAADEEDGSQAPGSTPQSSAMVRASSSLSLRSSSAR
DRGRGHVSSSSSSHLRHQINTLQMPDVHASDPDDGDGNRDTATSPSASRRSRGSGTTREGSGGAANVHHGNRLPHTAYSE
GDEVNADDEDCYSSMNGHQGESQQLNPRRRGGGLGFLLCRCDSDTTASSQGRSRQIRMRAYLPETPPFPHHRHDSLAITV
LPMEAVLESPGERLQADLSTRKSFLGKGVLSSLLVTVVPALLSVLDNCVNPVVARHSVTLLLRCLSLSANLRTQVTGESI
ELFTGSCSGEKAAAAAAASEVSDKSGWRRMSFRKWITGGSGSKPRGWQRAEWEATQAALQRLAPSLCEVLVSLYVADSVN
IVAERQETFGYVRDDLLMADELARVGLSKDFFSFQLALPSELHVCTADAITLLLHLFPSVKPSASAASAPKLKALKKSRK
TSNLHRPPRHSISGDKDAGVLASLTQSMSSSGSSTKTSTAGQPTTPAAQAALQRQHSQDLRDTVASLALSETPVLQYRTP
VSQGGQGHVTKPLSPTQRPAPVPQQGSADANATNSQPPPLLSPTTLSRPSTMSLSLSASESYSASVDTVQDCLSKASPAD
SRGVGGAGVFTLHQSTLLVSYASQIVRRSTKACAAAQQIHESMNHKTFYTRVVIGSPEPCDGGALQLQSRELTLRLFPDS
RCPYHSTFLACTEAFFHASQALLMALLAAGASPPARSGATAAPSRDLMAQPGTAVFSPAVVSEVPSAAVARLQGPQPGRQ
RPSACLTVRPAESAHTSAPVQSQAPSHFKGGEEFAVGVELPVIPATVNAGAMQEAIDRAMEDTTGLYRRLPPALRGLLGF
YDYCKQCNIELRAAVVETPEILGEMATHLEKWLASRARQREDVECSNASFALSLYMSNNSLDSSTSRIVDALLASQQQLH
LDSTARGKLLCLTADFATTIGRDLGLATLDVAPSVVMKQPCSFQKRAKRVKTFDAIRLLLWRPLSIFLDPRTPTTAKQLL
SGSLSTADAASVAWGEAAGAEKSVVMVGCTELRVVTGVKLRDPMMSVLPIITMGLLAEAVAAQVQLPPVSAFSRSFTLKS
SQLSPSPRPLHASQERQSLSESDSGRGGAESSCLKSENGFEERRPDSTATATTASATEPPISADRILFFLNDTPLFSPMT
TLLDALTAFAGSGASLRDLVERQRRSSVSVDAHSSDISATLPTLPFWTVTHVLKFVVLAEPLPSSLILGLTTTASASSAT
NCCCCCGCDGLRPAFLCSPKHLFDAAPSSGPLALYSALSTVMREEVGNSLAVLESNQQRLSSAVVHELYHQLKMFMLPPL
LWCCGIGAAAQGRTRGRVVGTAATLSAGAFPLPSYVLWRYPFIFSAEMRLSIFRFFISAQRSLSYEEAKHLLQHYRHLLV
RHAAAEEARATASGADGDTEETLNIVGLQWLSEEVVRRRRVTLTVQRRNILCCAEELIRLATCNVTIDVAFEGEAGIGNG
PAMEFYEMVAEELLDPKHGLWRTEPIPIDEPADSSSLRAAPPPTRSANPSPRTAATGVPQRRRPCTPLFPAAKQTPTSLH
YWKLLGVLLGRLLVIGTTSSLNFHPLLLRRLRGESLTSTATEASQNMSQVDAALEFTLHRLETMNAGSLAACELFFTIPV



SEADGYAPGTVKELPLIPGGADRQVTVDNVREYTHSLRAYYLHTVPDLALLYLRQGLQLTVNPLYLQLFTVDELGRLLGS
PLDSKVWETREQFARDVEAAHGYHIKSDVVQYLLDIVPTWSAQMQHAFLKFVTGSSAVPYGGLTQRIKVVRRDVDVSAAD
LSVTPTTHSFGISAAGLFTTSSFAGGGVNYDNSLPTVSTCFLYLKLPRYSSRAVLQDRLLFAVCEGQRFFSLT       
>Lmaj_XP_001686503                                                              
MASLRDESARLADEEAYASLLEICTELIIAEGTNDPPLKQPLGVLHELLHCQHLGGDATVLSVRAVRILLEKFISVMSSK
LRVKLVECVRSAFERVSRLIHGSTTSDADSGFVHTKRWELQEELLQCMSAAAQSDTAVQAALPPLQEQLNFCKSVMDVSL
DMCLQALRMCCVLLRSAQLSAQPHLVAMIRDLFQSRLTALESMEMNQDWLRLLRHLTEVAVTLKAYAARTPETTEENANA
GKRKNRKRKRTMASNQSRAARVSAAGVDGGHGDDTDEALVLLRLCQRVCATPRLDRAFRSTVFSCVNAVLSDAACIAGVS
ADTCVGVAMDLARELTRNVRTTLTIVNPFVNREVVAGTSSAAATIPLAGGDEEGDDDEEQGEDLLSSTEGAKWHLPEPEW
PLLVLIANIFAAKTVPTPEHMWWSVGDDEYARRFSKEDRLRLTNAFFAAEDVLDLKKRGSRVQLSTMREFLWPFDLGCRV
LFQPVPCTYAVAEVEPAAPSLQCPPWRAGELAFALRKCDVSAFLEHLGAVSHNGGDIAAYGQSVLLQVLLVVGPHAKDAT
RAALLSFLADAATPLIEQVSEVLVRHDRAWASTLLDAGVTEMILRRGTSVTPERSPVVQMLRREAASLPSTPPLLPRCGL
TTVGPTELRRVLQHGTRSDVEALLEVLTFTEACVWDTVACRETVHALAGAAAQGRDSTAQANGAAPAGWAWQLEHLLTSL
VVKRLQDMALQLQQRRTLQQIVEESEVVEVIVCDNGRSSQFTCPRQHPLHHHHSCNWKCNECSASGLQDAWSCRECDYDL
CATCARTRCNRVNGALTATTQDLLTALRASADTSTGASAPLTRAVLFSEERGLVSAATPLACLHRQTVHLGEIYTACPCG
LVSPGPARAVEAAAAPDASLLGTLLSLFGRTCGQDVGVQRRLLKAYESAGPFVFLGGARAVPAELRCLTTQLAPHLPLSV
KNLITRYVAIDCRRFAFQTLHDQAATVMSANTGVAPESPKPHKTQVPRSDKPGLLRVLHDSFCGLLSPLMKVDFTFEGEE
GFGSGPSQEVYTELSAYFRAESKFWFVTEDDGGADPVMLAFPTTKALFLKEFFALGAACARAFIDEYRMDIDLLPQAWPL
LMLPSLGLPVCQTAGTRISPCAATLAMLTSLLEVLDPSLHRSFAQLRCISEVELEAAGLEMDDGTLLRTHADLEQHLQHT
VVTRFEVALENLRQFQWGLLSVVEVEALWCLSNEERSMLICGSDAKGDGPLFTEEELRAQTTAGSGYSSSSVHVDMLLSI
VGGDFTRAQQHDFLEFLTGSPRMPFNGLAGLGRPITVAMKDMESKNEQTLPSCNTCFLYLKLPPYTTRAIMRERLLLAVT
EGRRNYSLS                                                                       
>Lmaj_XP_001686444                                                              
MNEAAPFCVAPQTWQGGLARYPVSQSHVWNNNIILQPEDIDVEVFNAMSQVESQYNKNEISVEDFEMLQLTFCLFTVNQS
CYDLIPNGREIRVTQANAFEFFQRVHAAYDNMKQRPALNQPTQSNHRPRLRTSGTRLRLTGQDTDSLEWIRWTAQNNPAA
LAFHPDEPLRWAVVPRSRDFMIRVQPEGENTFVDPDHLTLFLDMLAVLLTEIERAISVFGYYPPNCVSAAPVECADEYSI
YTSHTTRATRLPFPSQRVNSRGFSALHKFPMPVTAAAAAAAAAATEQNRRTVRRASSADLENQRALCSPTHDTGGLLAPF
QEWNV                                                                           
>Lmaj_XP_001685425                                                              
MDGFRLYMEGISLPEGSMRRANAELIGAINSPDPMVQHSGLQMLCDQLTMSSFISPSTMTTIPLVLPSLLRCIASSQVRE
VFITAARALTYIIDAFPRTFETFPTRDTLIEVLLQHLRSIQDVELSEQCITCLEMITRSQTGSRELLHNNGVEAVLGFAD
FFTLHKQRQIWTIVQRLVGEVDESSVQHITACLPTLRIGMTNGDSEIRQKAIATLAQAIEGVKTDRAIVETVFGDAADRI
AVLLHERDVNDDTLSSALSLLYAGVQWSAGIAASVIQSDLLNTLLSLLQSTPVPAVVAEQHTAPSAGAGRVARRSAAAEL
VVGRDSTTDSGGGAGTEPAAARTTMLTSHQRTIVCRLLASLLIPCRTGAAEQLERLEMLTQRPLLTGARAHGSRSGMDDG
DDEGEDYTTEEDENGEEMHEFDEDSDADATLTHLRQRVAQEQGLKIETKLAYARCRASGFMCDGCGKNCTPGDWYRCNEC
PDKDYCTACVLEHYKDDHGGQHSYTDMEQVVGAAARNRDKLELYRKSPQRLQRVLEAIPTVVGVCVSSELVTVRTSCLDF
LVSAVDMASKEQLLASDITKVSLGEFLNNNLRGADLVCNALAVALAGRLLQKLSDIYQVQFVREGVKLSLQVLKQRCKVK
GRATLTREARAALTTCTAGWSTIIGTEASMLLQRFLDVEDEQATESLRRVVEELRQDHFSTAAGLLRDVLAGDVTAFEFF
SSGVVRELRNCLSRQQSIYAVMHLVAALSTSPATTRSGKAKKSAGASPTLTATTAGRVGPGSASLLSHFVHHLHTILTLL
DDFTVPTYDFIGGVHNYFVVSFEPHRASVAVAGDTTADTSTPSARGDGDSSVSPRQCIKARIRPISSVSAMAQALQQEVL
QQESEDGDNGDNEGEAVTNVLPNLHPRHSPTARDAETPVPAGPSSPAPAPANSNVWIRYGAHVLPLSMTMLQIMEHLVLP
AAAASEDEARGSHDDNAERRAKSRHQRRGKRHDTTAPEEGAHEAEEARHGAHSRLVPLDTSTAAGYSLQRPVVLYYSTTP
YNPQYYTLYKVPNAFPASGNPLAPLQVCLPSQDQRPSAVRVVQEQLAGAFHYSKHVLSDSQRDVLGLLGTLHAAVANWAV
LLNYVRTQAATGSKHLRGIDATCILNTFAPAISIAEFQHAKLNSKAIQQCSQMLLAGQQRGTWAVKLALDCTYLFSYSTR
KFLFDVGFTSTDRCLIQMRKYRELFGLNEPQISSEQMRGIYGQLKKETKRVWREDVLECAKKVLGAQDARARNRVWSFHF
YNENGWGDGPTREFYTLVSQELRQRKLGLWRDGNEAADDTEYNTAAYGLFPKPVPPGSTQKDHLVPFFRLIGRFIGRALV
DEHVPGLPLSPVFLRLLRGDVCGVHDVQDVSDEVGRLLVAMAGAAASGHTRVQLPGQTKAVEVQDLALDFTLPGDDSVEL
CADGAKTAVTANNMMAYCDAVTSFLLDRGVAAAVHALREGFHWYIPLVALQMLSVDELYQLIAGHETAITRDDFEKYSEA
NYGYTLSCKHVQWLFDILAAFTVEEQKQFFFFLTGSAHLPVGGLSRLRPSFTIVRKTSEDASIKEEDMLPSAMTCQNYLK
LPQYNTKEEMETKLRFAMTEGSGVFLLS                                                    
>Lmaj_XP_001684686                                                              
MSQFVFNGSSRMRNMKLARDHHKTRNSIIEDAQRLRLQREEEARRMRAARRLQRAIRQWLACQAMVRLALSDLDSVSSDV
KQILLSTSSGGVSSAVHTPDVPRQTEQLTARLHTACWCLSYVRRHQSQIPLRLDSPFRAAAKNECRAETVLGDAGSGLPG
ATGLGATAAAHQSVTLSSPQTSSVTPLGEQRAYRQRVFWHYSECLYTALSETTNRGAEGEDTTEEDTIALAAAASVEAAA
ANRSVDPLSLSWPSFLASLPTKDVVLLLCVLLQQLSRVTPSVPGNHASPSSSASLVKRLARYLVAVIVAHNAAFARTLNE
ESAPRRSHGGLEMAATGVASPSLAAAASIDQWPAVHALTVTLSFLGQETVAHPVSVRSQCSELLQPLVAAFPPLSQAEAG
GHSPLSPPTGSFAQVCWYCMCAPYAGEESQRLTSNSLAVLLGAADTAAEGPERGGCDVVDTCFTMLVAECYRRTAMDTGL
TACDGVSGLQGGKLRARVLGRLVRLLPRVHQLVETTSCTAVVSPSCLAACTDVVKWYLLSVSCLSERLCREDFFIEGILA
DHYAYNTGRRQQRRTVDGKDDVEGVAASSQSQYRLLTSYLFSAEGGLQLLQLLIAQDERCEKLRLMALQKPTVEAPTDTG
APPTVEDGSNEEGDSAAAASLANTTPFMDAGAAAQWPSSASMKQSPLEILCNVFAWPIFTFSKPRYSRYQQETLSLYAKL
VRTPQLLRRLWSLYWQSCEGLRAVLPPGEALQRLCQPPAWGAQEQEEQLALTDEEPARRRRVSAAAHPAPALMSLPRLPT
WETHPRYPLAFYDPHASLSIFFFTMLAYYVNVCDFADELRRGGEMAVLSTEESWALVLALKEIVHRSHMYGVVPDSNGEA



VARAACLLLSRLHTVDEADPFVPAAATSLWMSVGTVAAEAAVGLLFRTWDAASAAVVEEDAAEAGEAELDGASVATGERS
VVGGLMSSTTAGAATTSVTHVRLPGDDAAFHGSAQWKQPTRYTKLLVHTPFLFPFAARALLLSALLVETDHHWTLPSERR
VVVQRGRTFIGAFDLFHDKPLSNDMLNIRFIADDGTLEAGYGRGVYRECIVSLCKEGFAAEYGLFRQTPDGYVYPNSFSA
VATSDPQHLLKIRFLGAMVGRALRDGVLQDVPFALHFRNAILGRRNTLSNLKSFDAELYHQLMSLTQLSEEELEAVGLTF
VYTVNALGITREVELVPDGAQMHVTPRNCLFYVHLVADFKLNREAAEQTRAFCAGLHSVIDTNRLRLFDSNEVGKLFGGD
ETGQIDLEDWKANTVYDKPEDVNTPQVRLFWDVVESLTREQQRQLLKFATSMTRPPLLGFRFLAPPFKVQLLAMNASGPD
HLPSAATCFSTLKLPPYRDYATARAKIVAAIEETDTFEFS                                        
>Lmaj_XP_001684244                                                              
MEPPSQPSAAVRCVHARFDPTAAIATYRVEEIMSMPADQLARVAWPLLTNMERSLSMNDVYFTPSIRVSASPRATEAAFA
AGIQSCMAELTESLSQTNCGEVPLSTARLRAAALAYFISALPAPRKVLQASSPRAAAGASGSGAHATEAVAHHLRNEGHA
PFPPALSLSADVFEFAIQSLGDASERQLRDITSGGGSVGTLPRTSRPYTDTGGGASPSENASGTAAGASATCEAAVSTRA
ASIQLGRHNDNGTADSFGGATAASGEQAPSDSHSNTAATGAAERGKLTSARPSRSGTVNCGNDDVNDRECYERKTRRFLA
ERIDMQWESVVASVLVSDGGESCSGSGTTSIFSTSLSSVPPPSAGAGALLRQKMLRTAVMLCRRAPTCTEAGHSFACLLK
HSLRAVSATDAIRGADGGAVSAPVLHPPSCLSAYHRQRSPLTPAQKGGPIQPVEKRETHGLVKQSLSPAASSLQPQHTSV
AQQQAALWVELVLPLLHLVPLVQWSPDTLTELGQVLETVTATAPAKLVALAQQQHQHGKRAGSGGAAGGHVGVYHRPSQG
RKGGAAVPAAAAATSVPAVTSGGGAEEVVNFSVRVPFEIGLPVPPVMTEVCLSDLVHDSGGATEKGSHTVRRGAGETSAT
DPAALLAYTSESGPSTENRYPSYPSSAFHEVSDVRDNDDHMGAAAVTEEMSVVDEEGGEEDETAYTDAEGEYAYDAGSNA
STTTNASSQSRASRASPLSASASSHDGEDADGAGGAGGVGDGSLFNSAHGDFDALPCRRRRTQMVELCLPCATRVSVHLT
NAVQWDRALRGGDVLLLPLESDANSAESTSSALAGSSTSSTSPGATEALKSSSNYAAVGKEAKKDTRLPLSLHSLKEEHG
SGTLTYAGPCRVVIPSLPQDPVYMLPGEVSAQVQLILDTRWSTEWTVALSSAQRTVAERLLAWMERRVQGSGDQQQPQQR
RSRIASSLLLRGGLKSATGGGASASGSSQAAMADGGSGGSHVSIAAMTTAAPACAGAPATAAAAPLSDPFIQALHEMPAA
ALRARVRCHAVHVDGVRAVLLVIAHMLLQDRTGYLHTDPLTWHSPTWSDAVRRVSLASTTVGGTNSGEHALEVALFVLCN
VASGPTAATVSSAQVVDAAIDLFSIPGLSVADVKAALEDRRQLGSTMWVVVDLLTKCSATWRAPRHVALVSEAVRRLMLL
GSTGPAAAAQNHHVHSSPHRPTGATTAGGLAGASAAPMTTPGSAASPSLFAATAAAGHYLSVVSGCGRVTEANLRRGVHA
LLAQLFRLLRALLHRVQSTQAAPHRFLLEPWEYGAFAAFTVSLMSTPMDAADVQACSPHFAEVVTGLLPSFTRLSRTDSL
VLTSETAEQEFLVEVLKYVRGRIPSASLPTGSAGSADAGDSAEFGESETPASREPHILRRYQETASGNTVTYISSMPSVL
GDGGGLWDIPQSSASASWTPGHVRVELWNGTSRGFFIGLASADVPLANCTPETDANGIYFIGDGTVQYGDMTRRQRRLPR
WRAGDVVELSFVFARGGWDVVMALNGVSLTRLTLPRRDFRLVATNVRTGEYVPGHGHMHVLSVTPVHTRGGKDSDAARRR
GVGGTGGHAPSSGASSSLSLASAPADVRLSPFARLTLFGVSLLLELVLHYLVLRSSRHVRAAAAAAGTAISSTAAGYGEG
LRMVQACTIPLQHSVQQLVQLLHELDSSGAGGADDGAMYHVKHTAAKHVTNAMLLDLVVTLSIAVPASPALLAIHIDVLT
AVAECAAVARKTRSVALSALYNAISQRASAVGCDPTPASLPSTSAATAAAAPVSASAVQRLWAACHQLASSTPGYQPRFS
NSSVPSSCVTVFAGGRRIEHNQAGTTIGSGGGAASSNVRSMSYACNPIDLADPHTPDVVRVSVRLQRGFQCETLGRYYYF
GLAEMNAPPMVTPLDGNGELILYPGERSKQRRVYYISDYLTEVPGTAVQRWDTERAENYLNPDTGILFGSGDVMTAVVYV
KERCIGFERNGLPLNILHRGIPASVRHIFPFVELYNRDSRAKWMYPPDEAVVSARYTMRAMLLSWMPLVLPLVKEHLSIT
AAAASGAPDLDVTLGVLGADGDEMQMVYVAPPQLDQPGGGTTSVHVERFEGGMAVVSDEAGSIQRVCAAALEPDSTKDAY
SLSALAAVRACVQACVPELAAVAAECLAGMKRTSATPLVTSPRSFSYTDEHSGDGARRHVVLTHPATLLRTLRLIFSLQS
SLPGKGGNGSNGPSKPLSADSCVVAGGSDVSGPVSGIPTTPPPTTLPAAADKAIHALLPLLDAVLPVTQLDLPPHVLLRE
SWNELWCNPRLRERLLIRVPQANAPQADATVAASAYTKPAGTTTLTSVKRFEDRLVGHRRRGHALLCPTCGERWSACTAR
HSAPSSWCDLLARVLRRLQEQLAQPEDQRASPYCSWYTEWTDGPLAAIGHATGAGGLPQSVPAAAAAVTGAENEVGAGGE
GYHNRTSAQSSDAMLWEDADDEDDAASEAAADGHGEPAVEAEEETNSGDAAAPGDDYSVASGAEAMTSELVGLPRVEDSD
EDNQGEEDAEVSAPAATSAARESLAGAAAGGVRDVEAPMTLTIRRVQNGATEEDDRVLVEGFGETKEASFTFTGYLVSSA
VLRGRMEFDRIDLPDGDGPDDGVASQEWACSMCTLINEPSAVRCAICSNARPGASWTCPMCSFAYNALAAATCVTCGCMR
PSSVRRQEATGLCCYCAECHQREYVRDFHALRHRHFCSSCARVTRWLPKDRFSTTIEARLTGDGATLEFQWALDGSKIIC
FGLQNRAYNADVLWGLVEAAAQQIGSCAAAEVGRYVSPIPERPLTAHLAKPQERQTASAVPAPVEPCMVGAIVHYASAIV
LRYAALLPSSQLSQPDFLRRIHVCSTDWLESWSQFPASTVTPIFFQCLQMLQDGIREPELVSTIASVALALIRQQPLELA
AEKDALLYALCLNVVRHGDTAQRKASYECLSALMEENACARLNVQPLVPVLSMEPLVEGQQRATVLALLHRASMRTTSAI
AKASACLARAVVAMEQRRPLPPMLGKPFPHVVALTETRLNEAGELLVGQVRGSVGVAPTKGGKFYYEVEVPPDFADRSRT
VVMGWGTLEHERIASAQHVGSDLHSWGYNCREHLRLMMTEQAMPVPRRPSAGDVIGSMMDLETMMVCWTINGQEISWVSV
PAQGDGEEIYPYVSASVEPHSLKIRLGNTQFKPPGYQDYSPPSDKQLWGRDDEKGDGGNDASDAQVSVAAALPQTYEFYQ
QLSRALEEASITSLRESSVLPLLDAARAHSVLRQYPLLMAAVGSATVGDREGRLAAPVNIHGLLPYIQQLRCVQELTIIV
ARHLWLIEKSPYLMSCYRKATDLLFSSGRWTIFELQPGGRPKYNGGHALRVLVSLCKANQVRAEADAAWIEEHSALLPSP
SSALSPLSPPSRQNAHAGTAAVLAAVPPLVDGTRQTGEAAVARFPFAEEPPAAFPHDVHDADEDDYAEDDTEDLVSAMED
EDEDAEEDEGDVLSMHAVNSGNEPRNSLRDIFGDASSLSPEERRLRCSVTGQLFTQLEKTRVYQRARMFAVQLEGTLALD
AGGVTRTIMSMIGDEVSYRFIRGVRVDPLLPLFQLCSHSTMFTVVPNMSALYASEAADDGAEGSVLRRMFEWLGKIMGNM
VLCGTLKASFDFPQMLWKTLTFQEDTITLADYAHDIDDNIIATLEDEEFVLSDDFFASLPEHVRASPALLRSLQGSGAGA
MDGTAAPFAARPLRPYACMTPGVSMHDMSHLILEELEDMAASAEAAEVNRRRALAQEALLHQYDPAFLAIRAGLTSVVPA
TSLRSVRWEDLRARVCGTGAASSEHVIAELDMSPLSLSMRAMLTEVLNGFTESQLARFLLFCSGQSRIPLPEKVLVECGD
EPGRLPTAHTCFPISLLLQPCTEAADLQRSLETCLTHAAEFGFV                                    
>Lmaj_XP_001681891                                                              
MDQLSSLYVRMASGAHSQMHNPSSVMGFVDQMQSRMEKSSVPRKNYLIDSSTPHSDTVIAESSALKPSVGWVTLQVTEGI
RRGIHEWGIKIEHHGESNDGSGLMLGIVPKNFTKYDTFISQGGGWCLSRAGKLYGHWRRTDSGGGVLTFGTGDRVVLTLD
YDAAVMTVRVGDKTVVGELSGLTMEVFPAISLHYRHQHVRFDHHAVRETAEQHLPWLQRQAFPFAPAFLPLSFSEVQRLP



LNSYLFSNLFRHHASLEWSSAMADTAGGGDAGHPAISAPGASGKKRNAAASLSSSSDTLAVARHAEQRAMRLYTSSEAAA
ARLTVLSRAFAAVRRYAAVVPGKSCFLAPHVTAEYLRQRLYSAAREPSLGSGGGSALTTSGGLSSSGASAFRFADSAGYD
ATLNCGAVIVVHLFIRAVSSGQEVAVSLVHSFRDYLLSLPIFSLVEYDGCASGNGCSGGGGGARGAPFSGGNYGGGGGAR
SALAPDTVQLAVDHIVKLVESALKVAEAALNTAAPSSNGSSSGTSAGKRKDSSGDGPVVTPLTSALLEVAVVLALQRGLV
SEVLRVSRYLLRVPSGIFSPPLVHWLNRHAAGLTPQQALPDVGRALKRACEDPSAFIVTPVDPMTRVLSVAYGIGATLFV
HTADGLTKYGPSAATPYVLVVETRQPTAYCVGAASSSLAVTHTHVLLLTDLMAPAEVALVVYGLQLDTHQVLRWADMHGS
WPCTLNAHPQLVSTTEDRVLVVYEDHQQQAPSARVLNGAAAAAGTPASAAANGGVAHSTAGQSLSAAAAKATSAEWTVMM
QCYNAATASSLTAAPLWARALHPAAAPAGLCLNRCLALRKPSLVDLGSPEEHLTVAGGQVTVELWVQFLDKEDAATLYQH
GDRSTSGEVFLELIKSEGAYCIRGGYRHEMRGSCLVSAPLPPTAESRPFHIGLVFNGRWRLLFDGEEVAGNRQGPHVSLD
SPKQRWTVGANCTCLLTGLRVWRLGRTAREISRDYRRSLVGDEPGLVVQLFFNEKSGNVVFNYVHNVKACHAVCIGAVAH
KACDTHPWRSYGSGALGGSSAAAASAFVASTATASGAAVPAAASSSDVTPVCARLHEWRNLTISTCCATRHALIVRTPIS
DDGPYALREGGHVLMFFDLAAGVAHHSLFFLTSRSPVRHMMRADPQGRLWELFEVDVGLVKGEQEASYLLSLLGNPGAAP
QRPRERVLAVAPLPLMEDEEGLDNLSTLANEGEDEDGDGAEEVESRDSLGSTTTSEINPVGMDRNTTDSQRSSEAAASQA
TQTLSRLSSFTALVAQPSSVVTYGTVALWLLKLLALHAESEPGVDQTLFSPLADDVGSRCVTEVRLILGEHFRVVKSNNA
RRAVALKSSVSWVVVAAALRVLLRLVRRARAFGLHPTPLGLTVVREGTERDGGDAADGLQCSPTHASKATMTLLLRELHA
SSLRRRASASMVRSRRSAIGHPGSSIADDGDGFSTDSFTLLGLLGDIINEDGLTLPPDVVPLARVITIEGVELFLPDVRH
RAHLLRDLLRASSGVSSHLPPTAAGDAAAASPLSVTAEERVPAMEVLLDAVAQSFTTVLAAAPLLGVDDDSAGPGSAASL
TELCGTLRTLLEESSVQWQRLWAVNTAIRSVRKFSAFATSLSEAIASLQLLLLSACQGSRWEVALTLMYASGGGSAANRV
ADATRVRDGGGQGDSSNSGNGATANGVAGSGVGGVNGGSAGVGGPDSVAAAALDLQRLCFSQAAAYHPCVRAYYGALFDG
TEVCLSLCVQQPAQQLSTGSTSKTAERASGGGDSGAPLSAMLSSLAPTFVNAPLHTALSAIPLVLAAEDAEWFLKRLEHL
LVLCETLLERVELLTRPDSGTDIFASTTNVSSPLLPGSGSASSARRLVCSLREALFYASVWVAAFLFNSTAVSSASVKAD
AVRRRLGLLSVTTTPTTQRQTAQLTGHAPSVATATSSTTGAPPSSSTADDAACTAVGEELARVWEHPLLEGGLWSGTVAT
AAAAPQHRAQFVSRLIKNTAYWTAKQTMLDPLASKSHPAMGPLITAMAAAALHLSAVPLQHLPPTQVEELMCTVMRKLSR
PIRTELLSRREEDEDDGNSAPPSPSTPSPPSLSRPESLRQTLAELQRRCEVLLQARTCTELWTVEDALFCIPTERAAAGR
SLGSGKAAWANSPLLPEASAPSSSAPSALGALRSAWSSYQLRRMRFRAHAASHPSWTLHEATQLVTSVVLSRQITAELLR
AALQQREELAALRRTGIEHIFRLVQRAPHSAESAAKLLSAQGRGAHTHYEEGISGCGSAHVDHIRRTLFDLLRWSIEEMP
TQLGASGSAARDGGGAPLSMTSTATVLCSLLDRSWRPRDFAFFVQLRVVPTMMETYVTLFVSVKRADDEEAAEVTSGTRS
SGDTFGLRRPSTAAVAMAASNSSASPTDDGATAIDSRAGSVEMRHVNLAERQNRDKVMAAQQARRTSKSALMSTFTLNRA
GSTGGGGGVSHGSAGPIGGGTGDAALQHTAVEAMQAKVWQCFKSLALQSTAMLTPEHIASLSRVEQTSVMTFLADMLGAM
ETELRLCRDMLSRAVKDTPTLLAQASDAAVLEPLVTVQDQVDLLLSFLSVVSGTLCSASLSVSVSAPVGHTTAGSAPNAR
SASGDGSPSARDGTALFLSCTLSTVCATIAETLLELVFLDMYHARAVSADAGVGCVVRDAAACARVAALLLCRCQPSAIR
GITVAPGVWQEMYDSPAFAKMPLPASSSLNGGHPCMQKFLDLSVYALATTGLSRTTQHVLLAFRRLLHQPAWAAELRGFA
SSYQDVVHAYAASVLSSRSGGSETVGAAGKATLTGADDGAAGTSSNLSTNTQARGREVHAVHLYVWSAVLGGQLLVPPTS
PGASVTFLDEKDGYQAVTACVVDVEAMAPTSVGPGGMPAKAGTSSSAQCVRPIRGSSHFVLRTAATAAEGEKVRGVVVVP
TDATGHNGNTEEVQLSPNQLFLPAWENAIVVPSYAGLVDDFLAPALRLCVPLVSEKLDTAAGFTGFELTYFITLFHLTAG
VARARPDLGRQLIQCGAMKPIRQYALQGVVRLPFPLKALREFGALVAVRAAEATADRICAPADNTNNAGGSVSSVAGAAA
TGRAGAPSLAAALAAVSATEISRVSAGSRSPFSSPVSTQHQTLPGVSEALLESLRSVSPGPSVGYPATFLSGLPQSSATA
ASSSGFPRDSNEYGLSRLARSLGVFGGAYGGAAISGASSQQPMRTTCASVANILSGGSGITSTTARIPPRTEVGSGAPMF
LSFPMWPAHDVPPCGAARSGAAGQPSVPAAVEITPSRAGVHFPVWEDGFAIELAVLLSDGDMYPAMGDALSVPCSWPRPQ
LAASGGATALEFPLLTLYTSADGGSSGAVAAASSDADLFPFLQLSVRENSLNVVVRLPPSTVGAPDGKEVLRCSARRTLR
REDWYHCMHVSVMCNAQSLALSRNGEMTSVEWGGAAGVGRCAEAVLRQEGAIRKVVLGRAATGMSSAPPREVDGPMALIG
GLRLWSTSVLRTSLRVVAELVARDRALQSIGLHENVCYLDLKEGTGAVVESADSQKQFRGVLSGGVRWAAEPLPLGFYPS
IELNSGNVLDGVTAPLASSMRVPRVAMAAFVDSLSSFYYERFGGDVLWSLLTLAARYATVTALEVGTSPAYALHCLADTS
VTSSASAIAARSDMAFDPRQVLDPAQKVPHQLNRLFQLHDSGYLPNAHERLIHAVVQRLVAVLAAAVPEEEEKTDKSSVV
ARVVGGFGTTAARAASQLCGLVADTAYVLRQLRRDDGEIFVIEVPPPGQAASASAAITPPVVLPLAFTNGGTGVLTFDAK
YRNMEQATVYKDVELKNVIAKYPDGQGGWPLCTLTATETPWAFLRSVPTSTSHRLAADSKPYSPGSMPSSSIVTVTTKSL
KPAILHAMVKAVCDALRSLAGASDQGHRRGNGSAGSSIAERAAACLFDARVVVSLIQQSSARSSEDDCVHFVHILATVMR
LWRDMPEVQPYDQVPLAMAMSHLNTPLCSIIQHMNSDSDIGSFVSLSTGTYSPYVQSLLGLLVSAVHADCAWAGRSYVEQ
LQGRWRRLWGMWQRAVVYRPLQLADSKRRGRKSAACAGSTGKGVRTALPSGGRCDRAAEEVATATTAGSSAFRALFLAPP
SSSSSRHQLQGARPSVEMPHVDSLDASVAIAGSSTTGHGTTESPELVPSDGSHAGEEDPVNGGSSVYNAAASSGDRSRAP
PLVVELVAMQSVSTRPAEIGSSSPFSSATESHDRHPQLTQKYPRRPYPSGVSRKGNGLWVVRATCAGKENGEEQNPFAAR
DGAARSVTTVRSSVGLTTGVFYWEVYVANISRAEHSAATLAGGTKLPSNILVGVATERCVPTHSSSSATGSGAQAEARDG
FLGSDGESWGFDGGRAMRLCRGYAVESSPRSRWKVDDVIGFVLDLRQNKLSCLHNGRLVSEFSDTFLSEEQRATRVAVFP
AITCTGEASCEVNFGATGFASTPPPGCLPVDLSIYISEEACRVWKVVLADEVSTPLASATAAAATCAGQPARLLPSPVIP
LVGKHLTRFTQGRQGPLDVVLLSSDSNAKLVTSRECKTDDAASLLFGSVAATSGRWYFEVVLSTEPTFSVGWHACKSLEE
QGSGGRGGAGLAGLIGSAATGAAGGSASNRDAAIASPTSPGGVQLWGDGPSWLFDAGRMIARHNKHQVSLARRAWKCGDV
VGCLLDCEAGTVSFSVNGEFLKAAHGSGAVGGGGRGGGNVAGLGGTRGNSEPFEATAAASASSTQDATATALFSDVCMSE
THGLVPVILLEPKSSLVCLWNEEELLFPPTEGGDFRALGGARAVHDALVEMIVVPDGEAAARFRMHPLHDRGDAVRQPRK
EEALSKPVDAVALQKLLYYASKVQELHPTSLRSYTMPSLYGVHGAAQSLESPNASVSPPRDLDVNAVTPSRAVSQRHQQR
DLCTASGLDAATLQPHLMALLLFGHLSTLLYPLAHPGALPATVEGAPLGSSWAFNELQETLRACQRYAPPWASLRALQWS
LDTSNGAGNAVRLSVNRRKALTVVQDSTASAVRRLRDSLFGQVYQLLASKPPEFFITSKKLWTVSFYGEGADDVGGPYRE
CLTQMSAELMSTSLALFLPSANMASELGEVRDSYVVNPLCAPPLELHMYRFIGRLMGGCLRGGEPLSLYLSSALWKYLVG



EAADDTDMARIDMATLNALGYVEQLAGFPSPSGALGGSGDSDDAVRDEELAELCPRGFSLLNDAGIVEELVPGGEQIPVT
VASGGLYTRLVREHKLYRTGAAQLRALQQGFHEVVPLCSVSGLKWYELEELVCGQCDYDPDALLDAARYEGLSPTDVRVR
FLRSVLRGFTRHQRALFMRFVSGRERLPPGMHLKIMPDDAPRVAPIPPMTPDRAAPSLQSVSPHCRQRVATSTSHDTTTA
VMTPQPPPSSEQRCGTSFVRHNTLAQSRPSSNTRTSTLPPSPPQLGFTPPPPRAVSRMVPPPALQPGQLQPVRGSGSGGQ
SHAPVSLLSPLGTQERCRQQESKGGDGMIEDGVDSSLCDDTRLPQASTCFYWLRLPCYSSTSVMAQKLLFAIEQCVDIDA
DFRVHDTDVAQQEVGPSLARVSSDEDDLFEDFSHLR                                            
>Lmaj_XP_003722795                                                              
MPDAQSASPGSVYSGGVPPMVWIQREQQRIPLQFSATGSPNLDGTRLREEGNEAFKAGRYHEAIRYYTQAIEVDPDSEFL
YTNRSFAYFNIKEFEKSAADAAKAVEINANFFKGHYRLGLAQMSLNDFGHAMESLRKAWALAPSENKEAIRVAMAKCESK
MARAPVTPLLMSPGDSSSVPYTETGVSSRSSWPTAPVRPTDAQPALGSTSVDFCELQAEIRHAATLRDQAAQYADTYRAQ
DAIVECSKRSDKIKSLMSIATSSELSALSKEADEKQSQLRRAVRDQDSNAYHKARCDRDATLSKLWDTAAQAGMAIAQLK
KIAKEEQNFFSRFGPASNRALSNVPTEGTSDTLTAVAAPVVAESPPASAPVPPNEAPADAGAPGTSLSRASCISPGSSTP
TAEAVAPHQPLTTQRAGEHHFTQSSTTAGAELDQLLRRRVEINEAVRKAQKCFAATDAAGQAFLHSLKAEAEAMKEVRSL
LAEAVELDTQLETHARQVAQSTTKELSDVRLQALDQMSSIVERVKADKEAFVKTMREGDGLLEEEAKLEQQRLLHERQRI
QLQAEIEWFKIRDEPENKIECLQVQVKRLHQRIAAIHEKQKAVQTRIMELVEQDHPELAWKSMANGSRILRLVKGSGLWQ
NLSFSDFQVLSTLSSTVNSKVYHALRRGEHVAVKEISIDDDAARRRFQREVNIVSTCNHPNIIRIKGVFFDGPFAYILLP
YYHRGSLRALLSKQEPMSWVAVQDMLRQLASGVAYLHEHGIVHGDLKPSNVLIADDGRPVISDFGIAKDHGALGVADMTL
TNTVTNTSNGYNSIVGTIQYMAPEQLLCETGSHTAKSTGMSDMWALGFTMLEVALENAFFHDASLGKPSLPLLLPEQKRI
DVPAKAVGGDEKLAETIASVLVADPANRATAYDLLAHPYFSSTLSSMNSNQNSSALAKSDERIDAVRSYIYAVRRSHQQK
VLVSVSRNHMVESVRDIFQRLDNDDLLSPIMVVFQGEAGIDEGALTTEMLNLFYEQLILVKKALVCAASEEAGAASPHPA
GSLVSSSTAAASASAPNEPGIHSVLFSTVPYLPAPDADGIAPDLFVLLGKVLLKSIIENRQIPLQLSSSVLKFLSGAEPS
FVDLEEYDPSIASTLKRLRLLSAADLEDAGLDFSYFTHEFLKAQADGRYTTDSPLTPESVSDYISLREKFDLVERRRTAL
EAMRKGFYCEPSLDHHLKLLSPSDLLLLLCGQLHVSAQVIVDALEFQGFGRNSNTPKYLKEVLLDMSQNNLRRFLQLCTA
TAAVPVSGAMKKIKVLRCADEGRLPVGHGCTNQLDLPDYNDKQIIKEKLEIALAHASDGFHVV                 
>Lmaj_XP_003722639                                                              
MDVGVYDPKAQVKAVAAELKSMNTTRLLAAVNVMSTSLVMGFEGYLRKFDSATAIPLLADVCETFIREAAQGDLIVMALR
ALSLIMEHVPSSYEAAQGFHVSLMQFSSQAIHRALCTEWKFVHSNNALMIEEGLRVMRFVSKDDMTGEIIQHALVGDLLT
LCTDPHPLVARQALETLLMMSSKVVMPSELGKRNHSFAAGILSFFKSKKKSSRTSSDTGKAGQMSVSSGRSSTKAASAED
IAPYADHPTVAQVENVILPLLVSLIEQCAKSFTSIPEHWALLELSLQCLGTLIERALICHRPHTARALASPLLPKILFQL
ILDTESNVTLEPSVRVDRILLCETTLTLLTYCHRYLILESLQLPEARRFFRLILEDSTEEITTLLDDPFPRAVIATRSTQ
RRDKDHITSIAALQLFVLACPTVPPNAFGLKPKLVLPVHQWMWEDELRHYNRLVEEQCLSLERSWTRLNPRARISVHVKQ
LNVDLHTMTMSKAAGAGHRNVCRSYVPFVYHFADEMTLRPIVAVKEAGPCAEDGTMLTWKPTASAMHGSKTTASASRAKQ
VDENTSRSSSAKRSRRKGVNTPSLSEGEVTNATDSVPSTVVLNTQVEVPEDHILLAEEYFGFLCTFAKNTSGQMAKQVAT
CACASMLQLMFLSGASARFEGLMATAILSMCEMCREALISADKATKAVVLTMIEWMLYHPMAEPCQFTESALRCGLLEQL
DMLSKTTPLVCNKPTRTATLVEKASALMGCIVEKLENCRAAHVGGVGINGSIGSKTTLGDAFLSPTMLRVQTVLDELRLC
HCGAVKGTVTATSSSSSTSRARAADRNGSPTRAIKALADTHEGAIRELLRIFNESNDITAFEVFTAGVASTLLYYLFGDR
TLEDMLGGTSMFASGASTSTSRHETTPLSEVHTGPIDRNTSSWTAMMASGMHVADILAMYVVEKRLRCFIQCAVAYPIGM
RRLVHTLAANLSLQSCLPLVESVVTYDKVVCKTPLQAYQALSVISPLISLCGDAGRRISAAIKTVPHGDAVLLPRSSSSA
IMAGDSSVPAASSSNGTEPKQRKTTLLASSFARSRTESWWANDPTKVACMAKECCMAGHRLHHMERYPQPRRCDKCNRSI
SSSHSCRTCNYDVCDNCYPGYTGNVDLIRSLSTMERNRVHLCATIGDLERWFRTGSTSTKGTESAPTSQSSLHHLERFTT
RVLTFLKRYTAVHNSSAVSNIPRASSATGSNFLAFANPTASSNLPVELAEKLLSHPNVVRRLTYKYLSRFSTRGALMDEG
TPITPDIAATLDVEVQRVLRTAAERQAAESIVQEAVEERYILYRASCGMLPFQETLLSTLYRRAFALGDRQVLLQLENCL
LRADGAVEAPLTLEANSSVTVANPAALPIRFNANVKVTKKAKSAKSPPAVAGACSSIAAAATAAGEPVTTCVEKLAEARE
FDGHRVGLNQNYLFHHFESDSAAYCACGAHSRAEFHTEEPPALTFTPPAFAHRADMLLLIILHRALFEETHGLIAYAGEA
KDIFGMDDSIFQNNTITTALVRSFEASALRVSLLPPRYALPRWVNFLLREGRFLIPLSVRERASRFLAYGARRAFIQHMR
VFRSQRNDRAVLILPGEWARLSNHKFAVSRDEFARDAYTMLRKCCDARFPISIEFKGDVGVGQGPTAQFYTLLAAEVSKC
CTRLWRDSDDNANGSSDNAAAVSNSSAGIVMATGSLMVGLPPKSLPPRRSSITPITSPSRMGTSRPGSVTNGAGGTVSTS
RLGSIPTQSSLRNFARADSAHPTTPSATLSPSPSMTTAAEAAAVLIPPPEGFYPRHMDGVQRYLEDIDSFPVTPLLRCSH
SHTVPDNSSTHALSHSSSDHFGSTPTRKGPAFTGHASTAGAGDHRTNSNSLNASAVQYDLSKAAFLVDRNVGLMRDYVLE
QRERAKAYYVIGAALGRAFVDEQVFPLPLSRAVAYFIRRGVPAYQCVVSDVTHIDPPPEFPVDLFELPLTAASWVDQGIA
DSLACLSTMDSSTLAALDLRFTLPGDDSVELCPDGAQILVTKKNLRLYQRRVVGALLYESVAVPLYFLTMGCQDVVPQEA
LTVMDVKELIGVLCGEDKNPSDPLWTTEEIRSVLVGDHGYRNDSPQLELLAKVLGQRLTPAEQREFLLFCTGCPRLPIGG
IRALGAITVVRRSNAFVDEHTEVLGGEAAAATTSSSGGGGALDMEGEEDDGGGGLMGGLYDHTAQSDVEDSPSGQGEAPS
HMFSSVYPAASEEPGGMLSSFFFHLPESEWALPSVNTCFRYLKLPPYPSEELLYKKLLMSIMESGSSFELS         
>Lmaj_XP_001685719                                                              
MCIQDPGGDNKGAMELDTMSLSQLYATGYRMYRKKHQPDSKQNFTLPTSPPDFDGDAPIDPQTVVRHVRSLANAYNSVTP
TPPPFLIYEQVILDAQDALKTTTEESDQSTVLRNDEVHNSSAPYTADNSMGDLFVYSSTFGSQPQSDALMMSVNLLNGMQ
SHVRSLQLLYQRLLFDANLSRALAPSVVKELLTQLDISVREATPPSAQVMERCAIAGLLVGRRHQLDEVLRYADILEHLI
STSASIVPVAVPHAREIVQSFSLHAADICPITSPIDCFQDEPIKMKMALGEGTGVQRFCVSPNQQYLATVGSQKVMILNL
STGSLHAERELPEVVSGCWNATFSEDSTHLICTDASGLRHAVLTTDLVTKEDRTTECVSLVTDYHKGVLETTPSPLLPSG
STASLHMLEANVKAYMASFSHPFPDSVDCFSLCAHVYNDCAGTLIHVVPDTGESLSVEVSGNVLRLRQGSSVCRGVLPST
SQWYFLHAHWCRGVWVVSVNFSIVELSGSHYTQSQTMKIKLVECLRCTGHFGSMALWSGSNGSATVRRFFQERVVDSSVA



PLFVLPMDEGTGMWLKEMVGRQCLSLNTKPFTWDSSVAVPVATTNLSAVPLDDRALLSGRVLKSAYRLFVMLPPAEKGSD
DLVAEVDRESNRIVRVYQCPRSCSENAYAMLGDESELIVYQQRFSTFSSVRLFTRRRMEKELALCDPSETCPCAGSVPWL
LREIYRCIYTESYELERVLPENSPLSFCTLSSLAQALRLVKPSTPPLKVLAFMSLTLVHLRRLATLNDTRISDIASSLKA
SCSTIMELFTEKAFLEVTHKLYRVATAWSLTVEDQTEMLLHMDSGEHADLQWSYFSRERVHTVIRHIVQHRPEDIVSAAK
NLLRQCEREAASDPGEPKSATHLMTSFVLAVMTTLHTNATGKSQAYVSQLLELFVDYMFRCKSLFTPARVDEQPNSVLLT
GVLPLFVTVANVCPAAVSAVTQEHLLELCDRLRAVQASPEQVVGFSTHEAYDMYVPNKEDTGIWRVCLDFSTARSVSLIK
EASSPPVFVVQSGAQNGKPDNTVMDESNSFKKLDGGVLHIHGRGDNSFTAIVQYEFALDVSLASVMREAILRVLLAAAAE
LMQKPPTSCEIVIAPLFRYGLTTSVLAAHNVDTHGVPHENLFDFPLRVLEDRDEGKEFVDEVSRAMRGSILPSMRPAIRA
LLSILLHCGLTRGQAEDELKLRWFSGEWSTKLQGTTKTQTIVFLTSLARWMMECVFFEGDGTTPMCGRRTSVRLENSLNG
SRSLSERRGSASLRRSVVKLSSQSDSLEQVRVLLAKGITPLMIQEDLISRARAAQNIEKGLQLLSRLLQIDPANLTEHFL
TKALRVLYAFTCTDNCQHFTEVLCGAGVDAETAVRRAFHGALHSFVAVLKSSSSMVGYRAALTQKAFQGRALMLFHAILC
LPWDEADCEEFKRSFETDNDILKFLESQMGSPTALAALTSPWRLRHEASRPAEDVAADQEQTVRTELLGAADFTSLSRVF
PNGFSVVIPAIQTARSQFGVVMEKGSGAAVLVRADEGWQLNWKEGVPRVYYYEVTINSPINKFDVGVQLPRTELAVRGED
LFFSYSSLGDVYWGEQAQLPPFTEGDTVGCGIVATSRLLFYTLNGRFLSFAGRVNVPAKANAGSALLYPVISFDDRSMVR
VVVNFGTVPFAYDYRQLHPALTIEKGPTWYRITSTAEMVLHYFTARVCAVQESKSHSARGALKQVCDVVCRHVNSVTSSL
MNIGVGGSSNSSPTTRVQQAVALSVAEYSIMVLISTIRHIATHGILLSEYISNMVFDAVSILMLLPLHSVQIATIGLLPD
VIVHVKEVPDGKAAGNLVSTLFENANCATDSEDVIPFVPMWCECDASAMAIVNVQNAHMLQDAQRSIVLGNVLPRTGMVF
FSVKVVRRNMSKGHSLKGGYFIGVSVAGLSPLTPTSNSQSWKAVNPPIVWAIQDTSPQLPHATNPTVKLNNFQRTFGNAD
VIRVVVDRDKRCIDFYREGEFLKTLFSDIPEDVDLVPFVQLYNDDATAEISAGTMTAPITGPMLLGAASVDVLRSMLTLD
PFQCLVAQRLCEELSCQRFPKVTLLIFKSMPDPRLLQLRSSVGEEVTVTVSRLNDLRCKFTLGDKANYEHLYNMRTPAKP
RTVCTFDIVLPTSRLTGLSRCIDHLIAAAERMVMPRITVEALCCTEQDERRKIVREEKDHWDFLFHGLRVGSFITVLRRL
PSITAMHAPPIPHDYTFSAALSNPGFVLPSHYCGRLATVPTGAKGVSTPFIAIAEPAIPTGAKVSIRCQLIRGNQGQILG
GGYYFGVCTPSFHWKHKDLNVHTGEVWALHDMDDSPWRLRHLRPDATFPVAAEPRCIIVSGDIIRLYIDRTARVMHAFRT
PVNGDEIPLGLIFDNLPADGALYPFVSLFNTDAVAVFLPSNSTAPAIRLPCQKLQYALCTADERKACDGCNANLGDARVS
GRWFKCNECADYTLCSNCFLTCVHSNHSFTMMHGSPIAYSTTTPATVERGMEVTIPATPVMYLRSSGCRMHEAKMNCVAE
AVEDNALCAWGLVSQDGSEPFSVVIDTVDGSPLSPDAPVLVGIGPAQDIVQSTRDKLRDKCLANIPTIATYCSDPSLRQP
LESRSRDPYGFKRGSRITLKYDAAAGRITISRDWVVVGTKSVALKDSENAVQPIGCFVLLGKKGTTVSVFPERACTLTTT
VEEVTGNILKTVGRDGSVWFVTRENCRLPLTPCRGLFQKSSLGYILMDHRLAQCRRHSWDNRLIRVQVLETEEVVSVPLH
HYLINESSAISEEWFLCRRDRNEGATVEEGFVMSRLLLILSCLCENESLSHLVSLHQERLLSMTKRLATVDIENDAPVDS
LDEIRTSVASTANRRRWALEKRHIAPFVPVLNTDERKRRFHNGTLVHTVDSDDVFEVTSRRGESLTVRNTRSESVSKVSY
RNCVPLKQCGGRAWYTRQNGLPCSLYEHTVRLSDPAKASESVPLQDEWLGEIAFARVAKSLTVSFSPHGIGRADIAQGTT
EETRLLVVYDHNRYFRVVRLFMRLYSADLECKLQQLVTSSGEGSLAPTRDYQELVDFLNRAAEPVHDRPVVAGQEMYFGM
VGLLDAEGLRLKGVFQCHQGKNGTFTLNSCRRFALLSSVSEKWMVEPLPDFLDASIPPAPHRNMRESTHRLVVLLARHLY
LVTCSQIERPPADFLDHIFFFTSHPLADTLVCKDAGTHQLSVMLSEVNIRITDPSVKPWDAISLSRLATNSLLLRPEAIH
NVREHLLWDCLHGVVTAAHRCGRYHRHEVLRSITAFVQTRLQYTSIYQQLFSTLFSYVEGWVVALPEDREIKKDVAAGID
LLLALGSPLDEQVRKIPVAPLHCLIDLWRSVTAEVALPRVVDELHLAIDHESPPVDTLCTFGDYVRQELKVGKVTSTCGT
AGKGHYYYEVTLPDRITSAYAIGWGTAVHNEVPGQHVGSDRNSFAYNGSDINTRDGKEEYKIPTESIPGAVVGCLLNVEE
RTAAWSLNGVVGHFISIPISFTTNTPLFAFASIGTCSGMKVRLRANEFEYAPDGYTDLSGRFARPVVDSYNRDQRSLMDQ
QPYAFYLHLASFLSDVEDYLDDQAAQSHTSSLSQLPEDPYKLFVHAYPLLQSYPPSTLQRFAQVIAVTESCMATANNFVD
LDEETVTGTLSQAFLSMKGLVRRSFRQRLLVNVTPLETVSTAPTIFVRVTDLYSSLPRTTEGALRHSILAQLYRQIGFLT
EEQWAVSPLFKVNLHISGSGHAPVDMGGPYRQLWTFLAFELMQHPDKCYPNSDFHRNPLFVFVNNSQRISLVPDSRANSI
YDLNLFTFFGKIMGHSARAKTPLDIDFSPFFWKFLVDDELTIKDFYTHVDSVVEATVKDDNFLLSGVADELIPGFAESVE
WLDSDDNDEVVAQQRRTIAERCLVHSMDEQLGAIRSGLWKTLSRRVVRCLSWRDLEHLVCGKSNLTPQDLQRYICVQLTG
SREAHFWQIVEQLSMEQRASLICFASGQRRLPLIRPITVAENNESVDYLPRAQACGSLITIPQYTSLEMFREKLLMALQH
QMEMELA                                                                         
>Lmaj_XP_001680932                                                              
MDPQLLVHLFDTFGADGQSSQLPWGISASDSIALEAQGDGIRFESNGREWRVLQVGTAEDEMNLPPYRGDTQLRDAARVL
PPVCCAPLVSRYTRLLRDPRWEVRHVPRMMEAMLNDRVLFHLMDTSPLSPLSDSRVSAMTRWWGVMGKPVLRYENNTGRP
LMSLIDGYGSPPSAFSDAAEGRQGAGKEARQDQASRILDEHRSSAQEEQIGDTADSAAAATATGTRMSLEEVRQGYRDIK
TVLTLIAATSAPYRCSRPPNASVSGCTARLVFCKDPSTIYLGLLLNSALRGLPRKVLCSMSVFRLIAEGWGSSPGFADIL
RASWEEYSDIMRDIRALLGLPDPTTETPSPPSLAASPSSFSCMSASSGASAAALSRQQPQYQRRGRRRQLPPMHLPSQHS
DSGEQGRHPRLQHLGQSTAGASSSGTSVGPSTGVSSSAAMVPHTSLRQTRTTAGGRMQAVELGIPIQSTNGGGARGVAEE
ARQSTGNNTGDVNDFVTALLGNALHSLNGLQLRRNTANGVGAARGIMGAAGAGSSSGEADAPLGTHPGINGNEHNSVPFK
TEDANAICHESMLECAQTPELLLWWARCRLLAYQLLDNPCRVSVESTGALEYFREVWACTPLIREILEDDQEALLVASLS
SPRLSGDERESEEMEAERASKQARLEALQERAQRLYAALVGAVADLSKFWFSIRVAQSTVNAVASSAPETNTVWSIINAT
VPSRRRFQREEFATYAEHWQYALLVDDYVTQPMCFRVSTRGRTMVTQLLHILAEYPTFYPALVARTLAMLNRREMIVAEL
NERLVNAVARCLRFYLPPMPPVLAVPPVQAAPTSIPACNATVAGTAETHMAPRVSSAAVADVTGASADRTAAATPVTVAR
APPPDAGASQRSWSSPEDSSSHSSSFSSEHAEDGADGDVVSGSGGGGAAAQSTAAPSTSGGDGDASTRGGIDYEALVVVS
VTSEPGDGGGDCGRHVHNGKSSIDASSRRRMREEVAKMPVITVKAYDAILTCLDVLRMLVRNGHISVNPMSLLFTVPTAT
TASAAASASPPASVDQQADGHTGTGGAVGSDAAGHSPVDASAANTSAGPLYEASLPKSQCDLYTLLHQLVYQTRYGPLAS
AALRLFSACVHYNVRDMVPLFAERGLLNTVLAIARRPRLFAEDVATAAAPLRFALDMVEENGVPNIARRELLQASSTSSA
PSPLLIAHPSPELLARYVPAEDAYLNAVAVRMVLPEFVEAMTVHKATHRVFSKHTEWITALTQSLTVTPAMSAASLLDIE



ALFDESAEACSEHEADDIDRGEDAAIGEDEGGCQVPCDAPLSPSESPASVAHHVDPVQQQQGNYHSPQQGRQHGLLRCRS
SAAYARLLQDLKTTRRRPLGAFPVPAAHSSTSSTDSVASHARHNEWRRLPQRIGGASHSADASAPIDVVLTRMVELHRLH
LKREEVSYKTLQGAVKETQRVLTEVLQPSPLITSRFAPALRAELSLLSQRAHAFAQAVRARATHPHPFSGRTADGDEVAV
AGQSAVAPATSGSGAGPRTRADHLHLLVQAIEVCRTLNNFFAFFSALDWDGHQRRYRLSRRSAEQQASQQELAMVLESTV
RDFHVAVNQLWSLMGSHAPLQLRDTDAAEASGSTTAAEDKERQAAQDERDATDRRGHTLLTCARLGNPLQVYEQGNADGA
SSLLSYVQATIGSYLHARIFGDYLRSAPPSTRMETTLKSTVQCILHFSSRDFIGAPEVVMARDSGTDGSGGGGGGEAMTD
SEGAMSKTMRRRCLKAMKRVLEGLGSEAQRHSSNDSMQQPPNGAGETAGEGRGDDVDVRNGAQHSAHEAASVERVYYHTS
ESPCKDVISSVLRPLSVGDGVFLRQLLEAWRVSTSGSSGSGGGSNGPGRRDSEATPWRSVFSEVIEFVVDALVVRASYTA
DDVTGLLRSLQAGTQHSSVSTGILSLYDRNAEAGTTIAPAIPAALPAAMRGRSGSEEETGAEAGMEASDQILQSMLQDGR
SLLNEPSTAWMTAEAWVQATTSAVGAAAAAAGDEPSLGSSSAAEVPQQADAGPVARAEAAAAGGAASAEALPHSAFSIVV
PSVLANPHARGSGSHGGISRGADSEDSVDSSTTLSSSPPTLTPPTALATDAVGDTAAVEGLAGSADGVGSGGSGAGGGGA
ATAASAAAAAPLTTPLFAPINAAKALQQWLFLSLFTGRRASDQPTRNFFYLSPYRRDGHARPALPLNVTGLLRTIRNDLQ
AAFEDAVRGASADTANLSPTPGDGAEDEPTRQLHSSRTRAKQRNSHDSDEEEASIVADLQERLHMFRPQPRHENRAGAAA
SNSGGGGRHAALSSARVHAACEWFDLDPRELAAVNLPSCVNVEACLSEINFVAARRVLWELAVLGAVCTGGSGAAPELES
TPLHDMLSRAAQFMILLSRLVFAGDAESAKHASAAAGGGSLTSATTPAAVSLSPAAAALKDQLQRCLVYMAVLLMNFLEG
CDARTRGRHCTHVESLLYCVLDVWPKLPGFPMVPHVYVAAMEAVAQLKPETLSRMSFQALAREWQDGAAKPASAATTAAA
TVNMDTSPRVPSPQPREQEGTAAGDDDDEEEGGGSDVQRSSAEEARTTIAGDGSRRFNQSPWARAGLLNNGRVGAPSPGS
GPMQDRFGQYVTRLQQSRRSQLGAPLSVAHEWGRALPWVCDVAAGRVFPLDTLSETGHRLLRKRVCRALWGMWTGTNAAE
QQYVVAYMLHRVLSNVRENVVLLEYVGVLLTQLRGVVLVEALALTPLPRAIVKVVRQAIEEVTAEQHEEEARQQALSGAR
AGAAATAQREFRQRRRRYYARTQMTLHGQLVSFLSVFQNVRSDAPLVADPLARTAATAPHVQAMGTQCSYFDATRNTFCW
SGHQCHRQHIVPVNGQRGRDGEEHRFGLNTFGPGTQHALDEVLSVLEHHGFPCPLTMPATATATAARGATSAAGAASEEK
EAEVAEAEGHAAMRSHASSAASDPTQSTGQPQAHQPSQRVVRLPMSGGTADPNTVPSRPQNAYEVERRTWQGDRARRERL
STRGYAPTAAHGNRGDEGSNANRDGASAEVGERALPSQASLATADAMGPESYQRLLRGEGLPWLPLSARPAQSSSSSLQQ
LRGGLSGPRDLDYGGDDMDEEAQGMFTHLTGAFGGSRRERSPLRHRLLNPLTSADFRADPLRRTIIPHCALFGRDVCEEV
VRMAFDFMAARLRDEAADKADAEAGKREQQQQHQQQGSTGCISLSALSGNIRSLDGVLSTSPQFPSSPVASPVSTAALPF
SGVLPASAATPVTTAKVVAARLTLPRVEVVECAVDEVMVHFLLTCFSTYYTTCMHLVRTHRPAGLPAPPAATYTAAARSM
APASSRDASADATSGCADSLSVLCAYITHIDPPNREKAVLLSGLLLTDMLRLEEDVWQHMVTVLRTTVQVHRKGRRLTDK
AYAALSAHHLRLTRASANTPVEPSSPSREEGRATAATARKSFRHRKPRSQAHVCVSSTNSTPHQAPSSQLAESAEQEELR
ADGGAAGAANNGDAEAAIAVHHYLIPISIFLANLEPYIIRHPIAFYHAFRRYCEVRWVRAATGEMPAAWLGVWVRPRPPA
AGATAAGSRGHSPRAARRPRCGAASTPSRDFVERVQCFVQHLARNVDASQGRATHGASMLAVVVQLPGVCEALLSPNFEV
PVPAMYAELLTSTAGARGTPVSSAEALAATAVLSGEGEGGPATSVSRRLPVIAVPPFLALALYFCSALGEAGRSSGGGGS
GGVGGHITGSVDFATAIFAHDPITVSEVVVRTLSCLVAAVEATAVGTTPVAEASPQAVAGADNDNAVGSDRDGNEEVVAA
STRDGLAEAAAAAAAAAASAVPSPAEEREPAVQQQQVEGKDRARCATKTLTRCLHDVLCFLERGSPQPATAALPARQRAT
QQRMGVSSAVQESFLRFFDHLGRLGLLDLLFRVCLLQSCEHGRDATSLLQLLAHQLLALGEFKLAEMLSPSQKRYAAQLQ
DMQQQQQHRLPRGLSRTSLWLSQGGVSASLRRPYPGLHGPELANTMDWPPSQLRGAAEPPGLRHAFDHLEALLARDTIRS
GGDGAVQVADNVLEITSSFTGEHGMGAEVPDANGLHAFLTFEEEQEEGDGNESGDGNESGDDDGDGDDGADSGITESGSG
FGERAGHDGAAARPAAPNGVESTDTWPPMHPVRRAGGMRSVQNNSGGNEEEPSVSAQGSVQQRRSPPQVLSSPPAMVGAA
VPRMPEGPQQASLVPARDDVVRGGLSDEEEHRHRRHAVALATYEEAVIRSLRAEEAVGRHRRRRHDDEDDAEEAVEEDEE
GDDEDYLSPDEEGDEEDDNALFPDDMVDDGADMDGDGDVENLYRSQPEMSGFFVPSPLSSPRAAAGGGRHRREDDDDDDD
SHAGEEHAGSDGDNGEDDDSTPDDDEDEEEETYEEDDDNDDDDDASLYYDGAGHLLSGRDHLEDALLDMHSPEMAAGGGD
SSALRHGLAQQTAGSLTYLNDDPVGRPVAAATAMERAQSFAACTYRAILLAVRPLAAHNVVETETPPLPVLHAFEEEAPA
ASRHSGDGNDGSADLAYRLLAEVHQRSVGTTNDSGSPSPQQNSATLRVTNTVTPTSSLQQPRRRPLSSTTLPSPFSAATG
AENTPSDQVMRRGRDSRSPLDATAPSTTTQGAAAAASASLDATSPTTAGTSQRPAAEAGNTAGAAEVPTEPTTTSEADTS
IDVLTARILALFAAGNANAHTASSAEPLPPQASAERASATSEQPTNTAAATAATPAPAPVAAPEPWEGTLNPQFLIEMPE
DVRSEILFDSMNLLRGADEREVRGQRTRLYPGFLNSIPEDAQRHALEVEARWVRVTGTDNNASELYQTLLLVDAETRRDL
LLQCDLELLRSYPEVLREATELRAEVERAREEAEQAAQREQERRQHQRAQAEQLQQQQQQASQRQSRLWMLGAWDTTRDA
RGSGATAAATAATVASGIRTSLPALRDMETVEGVMRVMFGSPTPLYEVVNHELFLARRLYRCEAVLQALEPPTSSSISHS
MSLYPDRAAEVSATGLMLSPLRDDDAMREVMMFNHRHGVHRGANAMTRRAPPRGAPMAAASGTAGAGHYHLPQFPSLQLP
PSADLVASDSSVSPLSPPPHTLPSDGGGVFAAERSASGSHAAAAPSTSLAALSESMVPVQETLYHPLALPLPDVPEEIVA
RCIELLRLRATAPLALPCNLLTGISCLDQELQRFMQVLISDTSTAVRVACQLLDLMAATPTTTAEDALPDSAAGFGRSAT
ATTNARAAARASPSTPATSSSHFSRPLSTSELAANRQFIKDATTLFVSLVKQNQAMVSAFFLLPDNTVDAATLKPLDAPL
DAAEQRAVQHGLWNRLWRVARQHVHVPSFALALDKLLQQLLRCQRSMSTASEDNELASGADPNASELLTETLIAHPRHPH
RLRWTNIRLLSNYEDGGYVCNVCGVNPGFDYCFHCSSCQFDLCANCSRERLTLAEMQQRMRRAAALMLQNVPETVTSMMR
LLRHPLCRSDVAMNVVHLMSFGLQECGARESVSLFSGDAAGAGSGGVGSATAGPPFLHSASGSLHSGTGSARVSPIQLLE
QELVELADARVRALKAARDEFRQEVYVILHPRPSSNGHNAGVGLAASAPTRSQSGGGTNVSGLSGRHTWQQLSIPEGYVF
DTDTVMALLVKLDIKNSEGDAIQLLFEPYVATMRSEPRAFTMLWRASQAYLLDVSTLLEHVAPKEVLPLPSCVSSILQTF
CKYHLSESRLLGASSSARTLTDSRSSLAGETEHFLHASTKPSSVSDRAVRELAERPDAAQWMTAAGTRLSEEGLKSSEEL
QHRRLPRVVRMVLEENRTTLNTLLHWDGNLLKDSFAFLKYEPNLIDFNFKLTDFRRRLGSRRGPNILLRVNRQTCLLDSF
KELQKVKSFGGQLHIRFHGEEGADAGGLTREWLQLLSEAIVDERYALFIHSQDSISFQPNPFSSVNPNHLEYFQFAGVVT
GLAIAHNVPIDIHFTRAFYRHIIGHRPVFADLQSFDPELYTNLNWIMENDVTDLGLTFAVNYDRFGSVEEAELEPNGQNT
AVTNANKQQYVRLLCEFYMTKRTEDQLLRFLKGFYSVIPRREIQCFTEKELELVISGMPNIDVEDLRTHTVYEGYSSTSP
QVRWFWEAVGSMSKEDLANLLQFTTGSSKVPHGGFGHLEGSNGRSLPFTISRWAVTKEDLLPQAHTCFNKIDLPVYPSAA



VLKEKLMLAITYGSMGFTMV                                                            
                                                                                
                                                                                
*******IBR***********                                                           
>Hsap_ENSP00000252050                                                           
MVGERHAGDLMVPLGPRLQAYPEELIRQRPGHDGHPEYLIRWSVLKCGEVGKVGVEEGKAEHILMWLSAPEVYANCPGLL
GERALSKGLQHEPAGVSGSFPRDPGGLDEVAMGEMEADVQALVRRAARQLAESGTPSLTAAVLHTIHVLSAYASIGPLTG
VFRETGALDLLMHMLCNPEPQIRRSAGKMLQALAAHDAGSRAHVLLSLSQQDGIEQHMDFDSRYTLLELFAETTSSEEHC
MAFEGIHLPQIPGKLLFSLVKRYLCVTSLLDQLNSSPELGAGDQSSPCATREKSRGQRELEFSMAVGNLISELVRSMGWA
RNLSEQGMSPPRPTRSIFQPYISGPSLLLPTIVTTPRRQGWVFRQRSEFSSRSGYGEYVQQTLQPGMRVRMLDDYEEISA
GDEGEFRQSNNGIPPVQVFWQSTGRTYWVHWHMLEILGPEEATEDKASAAVEKGAGATVLGTAFPSWDWNPMDGLYPLPY
LQPEPQKNERVGYLTQAEWWELLFFIKKLDLCEQQPIFQNLWKNLDETLGEKALGEISVSVEMAESLLQVLSSRFEGSTL
NDLLNSQIYTKYGLLSNEPSSSSTSRNHSCTPDPEEESKSEASFSEEETESLKAKAEAPKTEAEPTKTRTETPMAQSDSQ
LFNQLLVTEGMTLPTEMKEAASEMARALRGPGPRSSLDQHVAAVVATVQISSLDTNLQLSGLSALSQAVEEVTERDHPLV
RPDRSLREKLVKMLVELLTNQVGEKMVVVQALRLLYLLMTKHEWRPLFAREGGIYAVLVCMQEYKTSVLVQQAGLAALKM
LAVASSSEIPTFVTGRDSIHSLFDAQMTREIFASIDSATRPGSESLLLTVPAAVILMLNTEGCSSAARNGLLLLNLLLCN
HHTLGDQIITQELRDTLFRHSGIAPRTEPMPTTRTILMMLLNRYSEPPGSPERAALETPIIQGQDGSPELLIRSLVGGPS
AELLLDLERVLCREGSPGGAVRPLLKRLQQETQPFLLLLRTLDAPGPNKTLLLSVLRVITRLLDFPEAMVLPWHEVLEPC
LNCLSGPSSDSEIVQELTCFLHRLASMHKDYAVVLCCLGAKEILSKVLDKHSAQLLLGCELRDLVTECEKYAQLYSNLTS
SILAGCIQMVLGQIEDHRRTHQPINIPFFDVFLRHLCQGSSVEVKEDKCWEKVEVSSNPHRASKLTDHNPKTYWESNGST
GSHYITLHMHRGVLVRQLTLLVASEDSSYMPARVVVFGGDSTSCIGTELNTVNVMPSASRVILLENLNRFWPIIQIRIKR
CQQGGIDTRVRGVEVLGPKPTFWPLFREQLCRRTCLFYTIRAQAWSRDIAEDHRRLLQLCPRLNRVLRHEQNFADRFLPD
DEAAQALGKTCWEALVSPLVQNITSPDAEGVSALGWLLDQYLEQRETSRNPLSRAASFASRVRRLCHLLVHVEPPPGPSP
EPSTRPFSKNSKGRDRSPAPSPVLPSSSLRNITQCWLSVVQEQVSRFLAAAWRAPDFVPRYCKLYEHLQRAGSELFGPRA
AFMLALRSGFSGALLQQSFLTAAHMSEQFARYIDQQIQGGLIGGAPGVEMLGQLQRHLEPIMVLSGLELATTFEHFYQHY
MADRLLSFGSSWLEGAVLEQIGLCFPNRLPQLMLQSLSTSEELQRQFHLFQLQRLDKLFLEQEDEEEKRLEEEEEEEEEE
EAEKELFIEDPSPAISILVLSPRCWPVSPLCYLYHPRKCLPTEFCDALDRFSSFYSQSQNHPVLDMGPHRRLQWTWLGRA
ELQFGKQILHVSTVQMWLLLKFNQTEEVSVETLLKDSDLSPELLLQALVPLTSGNGPLTLHEGQDFPHGGVLRLHEPGPQ
RSGEALWLIPPQAYLNVEKDEGRTLEQKRNLLSCLLVRILKAHGEKGLHIDQLVCLVLEAWQKGPNPPGTLGHTVAGGVA
CTSTDVLSCILHLLGQGYVKRRDDRPQILMYAAPEPMGPCRGQADVPFCGSQSETSKPSPEAVATLASLQLPAGRTMSPQ
EVEGLMKQTVRQVQETLNLEPDVAQHLLAHSHWGAEQLLQSYSEDPEPLLLAAGLCVHQAQAVPVRPDHCPVCVSPLGCD
DDLPSLCCMHYCCKSCWNEYLTTRIEQNLVLNCTCPIADCPAQPTGAFIRAIVSSPEVISKYEKALLRGYVESCSNLTWC
TNPQGCDRILCRQGLGCGTTCSKCGWASCFNCSFPEAHYPASCGHMSQWVDDGGYYDGMSVEAQSKHLAKLISKRCPSCQ
APIEKNEGCLHMTCAKCNHGFCWRCLKSWKPNHKDYYNCSAMVSKAARQEKRFQDYNERCTFHHQAREFAVNLRNRVSAI
HEVPPPRSFTFLNDACQGLEQARKVLAYACVYSFYSQDAEYMDVVEQQTENLELHTNALQILLEETLLRCRDLASSLRLL
RADCLSTGMELLRRIQERLLAILQHSAQDFRVGLQSPSVEAWEAKGPNMPGSQPQASSGPEAEEEEEDDEDDVPEWQQDE
FDEELDNDSFSYDESENLDQETFFFGDEEEDEDEAYD                                           
>Hsap_ENSP00000259939                                                           
MGSAGRLHYLAMTAENPTPGDLAPAPLITCKLCLCEQSLDKMTTLQECQCIFCTACLKQYMQLAIREGCGSPITCPDMVC
LNHGTLQEAEIACLVPVDQFQLYQRLKFEREVHLDPYRTWCPVADCQTVCPVASSDPGQPVLVECPSCHLKFCSCCKDAW
HAEVSCRDSQPIVLPTEHRALFGTDAEAPIKQCPVCRVYIERNEGCAQMMCKNCKHTFCWYCLQNLDNDIFLRHYDKGPC
RNKLGHSRASVMWNRTQVVGILVGLGIIALVTSPLLLLASPCIICCVCKSCRGKKKKHDPSTT                 
>Hsap_ENSP00000265742                                                           
MGNTTTKFRKALINGDENLACQIYENNPQLKESLDPNTSYGEPYQHNTPLHYAARHGMNKILGTFLGRDGNPNKRNVHNE
TSMHLLCMGPQIMISEGALHPRLARPTEDDFRRADCLQMILKWKGAKLDQGEYERAAIDAVDNKKNTPLHYAAASGMKAC
VELLVKHGGDLFAENENKDTPCDCAEKQHHKDLALNLESQMVFSRDPEAEEIEAEYAALDKREPYEGLRPQDLRRLKDML
IVETADMLQAPLFTAEALLRAHDWDREKLLEAWMSNPENCCQRSGVQMPTPPPSGYNAWDTLPSPRTPRTTRSSVTSPDE
ISLSPGDLDTSLCDICMCSISVFEDPVDMPCGHDFCRGCWESFLNLKIQEGEAHNIFCPAYDCFQLVPVDIIESVVSKEM
DKRYLQFDIKAFVENNPAIKWCPTPGCDRAVRLTKQGSNTSGSDTLSFPLLRAPAVDCGKGHLFCWECLGEAHEPCDCQT
WKNWLQKITEMKPEELVGVSEAYEDAANCLWLLTNSKPCANCKSPIQKNEGCNHMQCAKCKYDFCWICLEEWKKHSSSTG
GYYRCTRYEVIQHVEEQSKEMTVEAEKKHKRFQELDRFMHYYTRFKNHEHSYQLEQRLLKTAKEKMEQLSRALKETEGGC
PDTTFIEDAVHVLLKTRRILKCSYPYGFFLEPKSTKKEIFELMQTDLEMVTEDLAQKVNRPYLRTPRHKIIKAACLVQQK
RQEFLASVARGVAPADSPEAPRRSFAGGTWDWEYLGFASPEEYAEFQYRRRHRQRRRGDVHSLLSNPPDPDEPSESTLDI
PEGGSSSRRPGTSVVSSASMSVLHSSSLRDYTPASRSENQDSLQALSSLDEDDPNILLAIQLSLQESGLALDEETRDFLS
NEASLGAIGTSLPSRLDSVPRNTDSPRAALSSSELLELGDSLMRLGAENDPFSTDTLSSHPLSEARSDFCPSSSDPDSAG
QDPNINDNLLGNIMAWFHDMNPQSIALIPPATTEISADSQLPCIKDGSEGVKDVELVLPEDSMFEDASVSEGRGTQIEEN
PLEENILAGEAASQAGDSGNEAANRGDGSDVSSQTPQTSSDWLEQVHLV                               
>Hsap_ENSP00000315112                                                           
MPGEEEERAFLVAREELASALRRDSGQAFSLEQLRPLLASSLPLAARYLQLDAARLVRCNAHGEPRNYLNTLSTALNILE
KYGRNLLSPQRPRYWRGVKFNNPVFRSTVDAVQGGRDVLRLYGYTEEQPDGLSFPEGQEEPDEHQVATVTLEVLLLRTEL
SLLLQNTHPRQQALEQLLEDKVEDDMLQLSEFDPLLREIAPGPLTTPSVPGSTPGPCFLCGSAPGTLHCPSCKQALCPAC
DHLFHGHPSRAHHLRQTLPGVLQGTHLSPSLPASAQPRPQSTSLLALGDSSLSSPNPASAHLPWHCAACAMLNEPWAVLC



VACDRPRGCKGLGLGTEGPQGTGGLEPDLARGRWACQSCTFENEAAAVLCSICERPRLAQPPSLVVDSRDAGICLQPLQQ
GDALLASAQSQVWYCIHCTFCNSSPGWVCVMCNRTSSPIPAQHAPRPYASSLEKGPPKPGPPRRLSAPLPSSCGDPEKQR
QDKMREEGLQLVSMIREGEAAGACPEEIFSALQYSGTEVPLQWLRSELPYVLEMVAELAGQQDPGLGAFSCQEARRAWLD
RHGNLDEAVEECVRTRRRKVQELQSLGFGPEEGSLQALFQHGGDVSRALTELQRQRLEPFRQRLWDSGPEPTPSWDGPDK
QSLVRRLLAVYALPSWGRAELALSLLQETPRNYELGDVVEAVRHSQDRAFLRRLLAQECAVCGWALPHNRMQALTSCECT
ICPDCFRQHFTIALKEKHITDMVCPACGRPDLTDDTQLLSYFSTLDIQLRESLEPDAYALFHKKLTEGVLMRDPKFLWCA
QCSFGFIYEREQLEATCPQCHQTFCVRCKRQWEEQHRGRSCEDFQNWKRMNDPEYQAQGLAMYLQENGIDCPKCKFSYAL
ARGGCMHFHCTQCRHQFCSGCYNAFYAKNKCPEPNCRVKKSLHGHHPRDCLFYLRDWTALRLQKLLQDNNVMFNTEPPAG
ARAVPGGGCRVIEQKEVPNGLRDEACGKETPAGYAGLCQAHYKEYLVSLINAHSLDPATLYEVEELETATERYLHVRPQP
LAGEDPPAYQARLLQKLTEEVPLGQSIPRRRK                                                
>Hsap_ENSP00000321330                                                           
MTTTRYRPTWDLALDPLVSCKLCLGEYPVEQMTTIAQCQCIFCTLCLKQYVELLIKEGLETAISCPDAACPKQGHLQENE
IECMVAAEIMQRYKKLQFEREVLFDPCRTWCPASTCQAVCQLQDVGLQTPQPVQCKACRMEFCSTCKASWHPGQGCPETM
PITFLPGETSAAFKMEEDDAPIKRCPKCKVYIERDEGCAQMMCKNCKHAFCWYCLESLDDDFLLIHYDKGPCRNKLGHSR
ASVIWHRTQVVGIFAGFGLLLLVASPFLLLATPFVLCCKCKCSKGDDDPLPT                            
>Hsap_ENSP00000324956                                                           
MSSEDREAQEDELLALASIYDGDEFRKAESVQGGETRIYLDLPQNFKIFVSGNSNECLQNSGFEYTICFLPPLVLNFELP
PDYPSSSPPSFTLSGKWLSPTQLSALCKHLDNLWEEHRGSVVLFAWMQFLKEETLAYLNIVSPFELKIGSQKKVQRRTAQ
ASPNTELDFGGAAGSDVDQEEIVDERAVQDVESLSNLIQEILDFDQAQQIKCFNSKLFLCSICFCEKLGSECMYFLECRH
VYCKACLKDYFEIQIRDGQVQCLNCPEPKCPSVATPGQVKELVEAELFARYDRLLLQSSLDLMADVVYCPRPCCQLPVMQ
EPGCTMGICSSCNFAFCTLCRLTYHGVSPCKVTAEKLMDLRNEYLQADEANKRLLDQRYGKRVIQKALEEMESKEWLEKN
SKSCPCCGTPIEKLDGCNKMTCTGCMQYFCWICMGSLSRANPYKHFNDPGSPCFNRLFYAVDVDDDIWEDEVED      
>Hsap_ENSP00000342667                                                           
MQEQEIGFISKYNEGLCVNTDPVSILTSILDMSLHRQMGSDRDLQSSASSVSLPSVKKAPKKRRISIGSLFRRKKDNKRK
SRELNGGVDGIASIESIHSEMCTDKNSIFSTNTSSDNGLTSISKQIGDFIECPLCLLRHSKDRFPDIMTCHHRSCVDCLR
QYLRIEISESRVNISCPECTERFNPHDIRLILSDDVLMEKYEEFMLRRWLVADPDCRWCPAPDCGYAVIAFGCASCPKLT
CGREGCGTEFCYHCKQIWHPNQTCDAARQERAQSLRLRTIRSSSISYSQESGAAADDIKPCPRCAAYIIKMNDGSCNHMT
CAVCGCEFCWLCMKEISDLHYLSPSGCTFWGKKPWSRKKKILWQLGTLVGAPVGIALIAGIAIPAMIIGIPVYVGRKIHN
RYEGKDVSKHKRNLAIAGGVTLSVIVSPVVAAVTVGIGVPIMLAYVYGVVPISLCRSGGCGVSAGNGKGVRIEFDDENDI
NVGGTNTAVDTTSVAEARHNPSIGEGSVGGLTGSLSASGSHMDRIGAIRDNLSETASTMALAGASITGSLSGSAMVNCFN
RLEVQADVQKERYSLSGESGTVSLGTVSDNASTKAMAGSILNSYIPLDKEGNSMEVQVDIESKPSKFRHNSGSSSVDDGS
ATRSHAGGSSSGLPEGKSSATKWSKEATAGKKSKSGKLRKKGNMKINETREDMDAQLLEQQSTNSSEFEAPSLSDSMPSV
ADSHSSHFSEFSCSDLESMKTSCSHGSSDYHTRFATVNILPEVENDRLENSPHQCSISVVTQTASCSEVSQLNHIAEEHG
NNGIKPNVDLYFGDALKETNNNHSHQTMELKVAIQTEI                                          
>Hsap_ENSP00000348632                                                           
MDEKTKKAEEMALSLTRAVAGGDEQVAMKCAIWLAEQRVPLSVQLKPEVSPTQDIRLWVSVEDAQMHTVTIWLTVRPDMT
VASLKDMVFLDYGFPPVLQQWVIGQRLARDQETLHSHGVRQNGDSAYLYLLSARNTSLNPQELQRERQLRMLEDLGFKDL
TLQPRGPLEPGPPKPGVPQEPGRGQPDAVPEPPPVGWQCPGCTFINKPTRPGCEMCCRARPEAYQVPASYQPDEEERARL
AGEEEALRQYQQRKQQQQEGNYLQHVQLDQRSLVLNTEPAECPVCYSVLAPGEAVVLRECLHTFCRECLQGTIRNSQEAE
VSCPFIDNTYSCSGKLLEREIKALLTPEDYQRFLDLGISIAENRSAFSYHCKTPDCKGWCFFEDDVNEFTCPVCFHVNCL
LCKAIHEQMNCKEYQEDLALRAQNDVAARQTTEMLKVMLQQGEAMRCPQCQIVVQKKDGCDWIRCTVCHTEICWVTKGPR
WGPGGPGDTSGGCRCRVNGIPCHPSCQNCH                                                  
>Hsap_ENSP00000348769                                                           
MSVDMNSQGSDSNEEDYDPNCEEEEEEEEDDPGDIEDYYVGVASDVEQQGADAFDPEEYQFTCLTYKESEGALNEHMTSL
ASVLKVSHSVAKLILVNFHWQVSEILDRYKSNSAQLLVEARVQPNPSKHVPTSHPPHHCAVCMQFVRKENLLSLACQHQF
CRSCWEQHCSVLVKDGVGVGVSCMAQDCPLRTPEDFVFPLLPNEELREKYRRYLFRDYVESHYQLQLCPGADCPMVIRVQ
EPRARRVQCNRCNEVFCFKCRQMYHAPTDCATIRKWLTKCADDSETANYISAHTKDCPKCNICIEKNGGCNHMQCSKCKH
DFCWMCLGDWKTHGSEYYECSRYKENPDIVNQSQQAQAREALKKYLFYFERWENHNKSLQLEAQTYQRIHEKIQERVMNN
LGTWIDWQYLQNAAKLLAKCRYTLQYTYPYAYYMESGPRKKLFEYQQAQLEAEIENLSWKVERADSYDRGDLENQMHIAE
QRRRTLLKDFHDT                                                                   
>Hsap_ENSP00000355865                                                           
MIVFVRFNSSHGFPVEVDSDTSIFQLKEVVAKRQGVPADQLRVIFAGKELRNDWTVQNCDLDQQSIVHIVQRPWRKGQEM
NATGGDDPRNAAGGCEREPQSLTRVDLSSSVLPGDSVGLAVILHTDSRKDSPPAGSPAGRSIYNSFYVYCKGPCQRVQPG
KLRVQCSTCRQATLTLTQGPSCWDDVLIPNRMSGECQSPHCPGTSAEFFFKCGAHPTSDKETSVALHLIATNSRNITCIT
CTDVRSPVLVFQCNSRHVICLDCFHLYCVTRLNDRQFVHDPQLGYSLPCVAGCPNSLIKELHHFRILGEEQYNRYQQYGA
EECVLQMGGVLCPRPGCGAGLLPEPDQRKVTCEGGNGLGCGFAFCRECKEAYHEGECSAVFEASGTTTQAYRVDERAAEQ
ARWEAASKETIKKTTKPCPRCHVPVEKNGGCMHMKCPQPQCRLEWCWNCGCEWNRVCMGDHWFDV               
>Hsap_ENSP00000362555                                                           
MGSEKDSESPRSTSLHAAAPDPKCRSGGRRRRLTLHSVFSASARGRRARAKPQAEPPPPAAQPPPAPAPAAAQGPPPEAL
PAEPAAEAEAEAAAAAAEPGFDDEEAAEGGGPGAEEVECPLCLVRLPPERAPRLLSCPHRSCRDCLRHYLRLEISESRVP
ISCPECSERLNPHDIRLLLADPPLMHKYEEFMLRRYLASDPDCRWCPAPDCGYAVIAYGCASCPKLTCEREGCQTEFCYH
CKQIWHPNQTCDMARQQRAQTLRVRTKHTSGLSYGQESGPADDIKPCPRCSAYIIKMNDGSCNHMTCAVCGCEFCWLCMK



EISDLHYLSPSGCTFWGKKPWSRKKKILWQLGTLIGAPVGISLIAGIAIPAMVIGIPVYVGRKIHSRYEGRKTSKHKRNL
AITGGVTLSVIASPVIAAVSVGIGVPIMLAYVYGVVPISLCRGGGCGVSTANGKGVKIEFDEDDGPITVADAWRALKNPS
IGESSIEGLTSVLSTSGSPTDGLSVMQGPYSETASFAALSGGTLSGGILSSGKGKYSRLEVQADVQKEIFPKDTASLGAI
SDNASTRAMAGSIISSYNPQDRECNNMEIQVDIEAKPSHYQLVSGSSTEDSLHVHAQMAENEEEGSGGGGSEEDPPCRHQ
SCEQKDCLASKPWDISLAQPESIRSDLESSDAQSDDVPDITSDECGSPRSHTAACPSTPRAQGAPSPSAHMNLSALAEGQ
TVLKPEGGEARV                                                                    
>Hsap_ENSP00000369217                                                           
MDSDEGYNYEFDEDEECSEEDSGAEEEEDEDDDEPDDDTLDLGEVELVEPGLGVGGERDGLLCGETGGGGGSALGPGGGG
GGGGGGGGGGPGHEQEEDYRYEVLTAEQILQHMVECIREVNEVIQNPATITRILLSHFNWDKEKLMERYFDGNLEKLFAE
CHVINPSKKSRTRQMNTRSSAQDMPCQICYLNYPNSYFTGLECGHKFCMQCWSEYLTTKIMEEGMGQTISCPAHGCDILV
DDNTVMRLITDSKVKLKYQHLITNSFVECNRLLKWCPAPDCHHVVKVQYPDAKPVRCKCGRQFCFNCGENWHDPVKCKWL
KKWIKKCDDDSETSNWIAANTKECPKCHVTIEKDGGCNHMVCRNQNCKAEFCWVCLGPWEPHGSAWYNCNRYNEDDAKAA
RDAQERSRAALQRYLFYCNRYMNHMQSLRFEHKLYAQVKQKMEEMQQHNMSWIEVQFLKKAVDVLCQCRATLMYTYVFAF
YLKKNNQSIIFENNQADLENATEVLSGYLERDISQDSLQDIKQKVQDKYRYCESRRRVLLQHVHEGYEKDLWEYIED   
>Hsap_ENSP00000403293                                                           
MSFKDKDERISCLEAYVTLTSKSSRFTDETEILKMSQRHSGQAGTEAGNGADSPPIVNSKYSTFRDFCSTSSFQDSGYNE
LKSCSFDNIDKEYLGKKEKGPTLLYEHPETSGLGLTHPLESPTQKKKCILPRKEKDKTPELCETPKISGKKCLPRRRLNV
SFALLKGDFESQNSSLESSISQVINLEKNIPSSASGFSRANNFSPLVTSTLKTEEVTSCSQKLRLNFSQQKTSTIDDSKD
DCSLFEVECISPIQGNNFKDSITHDFSDSSLCINDENACPELLGSSVSGTTCGTDEDIFVTPISNLVANIRFNASQILSP
SPEVRGSISTPEDSGFNSLSLEKSEDSLSDQEGSFQELLQKHKGTPKVGDTIRKTRHLGRSRRLSTLREQSSQSETEEEK
QIVHPDSEKRAAAASAISEGQLSSDESGDLTFSLKNLSKTPALQLVHELFMKSKRKRLQENSGHEFLEQGDGEKIAVLQC
ILAGLIGKKMGIEKLDILTELKYRNLKHILAMVLESLTAESLCSVWKVSRNWREIVVQDKNANRRRKFYITQLKTDSEGA
VLNVEDAATRLQLLNRSALRSVQAQARIPGSQREQGSTLSPWGEVLTPLASSSVTHLSSKQEEYVKVAKTLFTDEALKPC
PRCQSPAKYQPYKKRGLCSRTACGFDFCVLCLCAYHGSEECSRGAAKPRNRKDALPGSAQSKRNLKRL            
>Hsap_ENSP00000428698                                                           
MPSLLGAPPYSGLGGVGDPYVPLMVLMCRVCLEDKPIKPLPCCKKAVCEECLKVYLSAQVQLGQVEIKCPITECFEFLEE
TTVVYNLTHEDSIKYKYFLELGRIDSSTKPCPQCKHFTTFKKKGHIPTPSRSESKYKIQCPTCQFVWCFKCHSPWHEGVN
CKEYKKGDKLLRHWASEIEHGQRNAQKCPKCKIHIQRTEGCDHMTCSQCNTNFCYRCGERYRQLRFFGDHTSNLSIFGCK
YRYLPERPHLRRLVRGSVCAGKLFIAPLIMVLGLALGAIAVVIGLFVFPIYCLCKKQRKRSRTGMHW             
>Cint_ENSCINP00000001631                                                        
MDSDEDFDYYDAGDDEEDDLSLRDDADDDDEDEGYLDDNIIVSEAPHGSETKDEEVYPHECLSADRIVDLMVEILKEVND
IVNIPPTTLRILLAHFNWDKELLLEKYYEYDGNQERIFKEAHVVSPFKMKRSNKSRAHSSQSHSLDVSCEICCSSCSSSF
MTGLDCGHMFCKGCWSQYLRTKIMDEGMSQTIPCPAFDCEIIVDDAIVMSLISDKKVRLKYQHLMTNSFVECNSLLKWCP
SPDCHHVIKVEYRDRRAVKCDCGREFCFECSESWHDPVLCVHLKKWLKKCDDDSETSNWISANTKECPKCQVTIEKDGGC
NHVICRSQTCKHEFCWVCLGPWDPHGASWYNCNRYNADDAKKARDTQQRSREMLQRYLFYCNRYMNHLQSLKFEHKLYAR
VKRKMEEMQQLNMSWIEVQFLKKAVDVLCQCRQTLMYTYVFAFFLKRNNQLLLFEDNQADLEKATETLSEYLERDITTAS
IRDIKQKVQDKYRYCDSRRSVLLRHVHEGYDKEWWDYLDI                                        
>Cint_ENSCINP00000002019                                                        
MCPECQERLHPSDMQTILSHEPELVRKWEEFTLRKTLSVDPDCRWCPAPDCGYAVIAHGCASCPKLQCGRPGCHTYFCYH
CRQEWHPNQTCDAAHLQRTRQVRVRSNSLTYSQGSSMHDDSKPCPKCGALIVKMNDGSCNHMTCAVCEVQFCWLCLQEIT
DLHYLSPSGCTFWGKKPWSRKKKILWQLGLLVGAPLGIGLVAGLAIPAIIIGMPVWVARRIIAQFENREVSKYKRNILVA
LCATGTFIISPAVAALAVGIGIPVMLVYVYGVVPFSLCRSGSYGLPGQNNSNVPSLPAGFPFDLGPPGVQPEVTPTDDNP
NFHGADGSLNARLAAINPSIGEASVGGITMGSLNTSHGSNMDKVGRVDHDGASTVAMAGTSITGSISGLSGTACTLSTNR
ETQETDQQSTHTQTSVGSAHNFTAVQVHMNDSVSEKSSQSVASSNLVSETKTSHYGKPIGAKRKTKHAKRSSSSSNKHPV
VTPTCDEARGVPLVEEAVQQHPPQGGSNALTQTNVLTIVNECETIPPKSNEGSISSCNSNSALLCHTVDENKDTQV    
>Cint_ENSCINP00000006533                                                        
MIVLKSCGCAFCLQCMRTYVEVLIRDGVVISISCPDSNCETGGIISCDEIEFLSQPDTYKKYKRLKFEQEVATDPRRTFC
PQVSCSTVCHVCNNSGSSVSTAPTEAVPVQCPTCHLMFCYICKAEWKPSHKCNDYTRSFGSELQKLQNRTGFSLSGPNEP
IKRCPVCNILIEKDRGCAQMICKNCSHVFCWYCLKLLDNDFMLRHYDKGPCRNMLGHSRAQVFQHRIGIVGLFTAFSLLL
LVASPVLILAAPVILCCKCKECCQQAINRAHQHRGSVELQMNDRTSRQAAHRGNRQDDIEQGVITVEMSNTNLSHNPHQN
EASTSNRTVLDFGT                                                                  
>Cint_ENSCINP00000009356                                                        
MIYRILHSNITKVEDYLNECNIDDLMEAARSFPDDYEAAVKFLGNECKICFKNFPKSKIECMPTCTDIECKYCRGCLHEY
LRHKINETPRYVRHIVCPVCLQPDMDEDGESVENYLNHLDALIRRGLDDATYQLFQKKLRDQTLMKMPNFRWCAHCVNGF
LYEQQENNLKMVCSACGKATCYDCKKPWEDQHEGISCNEFQQWKEMNDPDSQAAGLAAHLKEHGIDCPNCKFRYALSKGG
CIHFKCSTCSFEFCRGCKGSFKQGRRCTLFRTCQNKGLHAHHPRDCLFYLRDLEIERLQKILQDGGIPHRTECTISNNTC
QVMEQQETPDGLIDACCGGEVHENNADLCEVHYKEYLVILINKNHLDPATVFTGDELETCLHREEHPMPHKQDMNDEQYH
EKLLSIVCTYPLIHTKLQMQQ                                                           
>Cint_ENSCINP00000016064                                                        
MSNEEDVGVSDDDCSDDYEDDEEDINNYYNNNEDDFADSEEEDGDSTSNNNDIKKLIQELEHFSSKTMTVSETNEFLWKD
CDKASVVLSITPAMSRLVLQASKWKLAVIKTRINIASEKTALFEESGLQNATNSKSIEKVKSSRPKVCGVCLETLHRSKL
LALNCGHQFCDGCWKQHMMFAVKDGMSQGIPCMEPECTLLCHPDFVKQFYPVNQDSPLETAYKTHLFRISVSSHYQLRFC



PGVDCTSVIYGEKPKPRKVQCLTCKTAFCFECGTPPHIPTNCETIKKWLTKCADDSETANYISANTKDCPKCHICIEKNG
GCNHIKCSKCSHNFCWMCLGDWKNHGNSYYECSRYKENPRIASKNSQTQAREALKKYLFYFQRWENHDRSLHLEAQARSR
IQTQIEEKVNSNQGTWIDWQYLLRAGELLAQCRYTLQYTYPLVYYAETGPEKALFEYQQAQLEVEIEGLAWKLEHAGEYQ
RGDIENQMDVAEKRRQTLLARFVTV                                                       
>Cint_ENSCINP00000021878                                                        
KMNKEDRENELLALESILDPCSFAFNETTGRIDVFPQLQTNYIKLTSEVKSEKSCDDSHNKEHFVSFLPPIQLNFALSDG
YPSDEPPQFNLSCVWLSPSQLYELCLKLDEIWQKEEGNVILYEWFQFLQDDSLSILGINDNLHICDEFESSSQSSTIASS
KPGINKPCKRGLQTAHSYAEILPTLLNYDQQKQQEIFFTSVFSCNICFVDKKGTDCLQFKDCGHVYCKQCITSYFEIHIS
EGTITSLICPEPDCDTTALPNQVKEAVNKDLYERYEKLLLQTTLDTMTDIVFCPLMHCQSAVIIEPEASIGQCPSCAYAF
CVHCKLAYHGVSPCKIASHEIIKLCKEYESANEEKKKQMEKKYGRKVLCKALDDRATQAWMNNNTKPCPGCNASIEKLDG
CNKMTCYKCRAYFCWICMHVLDCANPYRHYNNIGSPCNNRLFEGIDPEDQEFFISENE                      
>Cint_ENSCINP00000026226                                                        
NYNQHLSATSRQIIFSQDETECMICMTDAPPGETVILQECLHAFCKDCLENHIMLNNNADVRCPYMDNDYQCESQIQERE
IRALLIPDEFEKYLSRSLSAAEMQTSNSFHCKTPNCIGWCECVDTVNTFKCPVCNATNCLNCKAIHEGKDCQQYQDSLKT
LSANDKKANKTMEMLKRLIKSHKAMHCPKCNVVIQKKDGCDWVQCSMCKLEICWVTRGPRWGEGGHGDTSGGCKCKVNGV
KCHPTCVNCH                                                                      
>Skow_NP_001171735                                                              
MSDINNRESVIMERSVDCFDSDDVFTKKRSRVPNYSPPSTMKSPGITTPDSKARRVCEYDHELEPIVKEFATLGVDQKSE
SLKLPGKESSVFLTPADTPDSEPQTFRAPSLNRVREFSGERSSDLRYPTPEFTHTTPWQVKKQARRSTDIPKFTLDTDSD
DIVPVNLTASKVEIDNAVSHVFSNNPRNNVDMDTQLTAVGSTYKFCGLSVKKPHNSTVSIWEHGIIGRKIGLEKVDIMKE
LYSKTLQFLVLQYLEPVDLCNVCCVSKVWNNACISESRINKKRREYIDMIEEQKENTQVKSVHTQLMTPCDKPLGLVQMA
VKPTPSDYKTPTTATKSDLFMKVAQSLFYDDTLTKCPLCESPARVLRAEQRATCTREACSNDFCTKCHTPAHGSKKCPGI
KGQPVRKSQSTVGSKKSKKNLRRL                                                        
>Skow_XP_002738427                                                              
MEANKEPHMKTCPRCSHLFAHDKDVFAKAKLNPNEAKVTCTECYLVWCFPCHAPWHEGISCRDYRKGDKLLKMWSKERSY
GQNNAQRCPKCRVYIQRSSGCDHMTCSRCKTEFCYRCGQQFRSLKFIGDHYSRLSVFGCKYRFKPDNPVQRRMIRGAVLG
KLQHCVHLLAAPVFLAQATVGLGLALAVGCVILPFYGGMKLHRKLKGKKNVQDKKSGKILAAPVVASLAVGAGGLLLAVG
TVALPVYGSYKLHKKIQRHKKEQKVRKWRKKLAIDFELQYRVVVRPPMRLVPREPTTMPSQELDILY             
>Skow_XP_002737004                                                              
MASLGDSDLEEQHDELLVLSSIYDDDDIFIAGEDNNGGQFNCKLQIPQPFFLQLNGQAQLKGVKNVQDDEGHTLFPVKHL
PPIVLNFQYPPNYPSCLAPQFTLSCKWLSVHQLSKLCHKLDEIWEENKGGVVVFLWTQFLSEETLDILSIDSPLNLPTTN
RKENRVASSKHVDPRAIQDIASPTLLLATLENYNQQEQERVFNSAIFTCKVCFAEKHGLLCICFHGCDHVYCQECMKEYF
KVQIMEGNVKCLNCPEQECDSQALPSQVQELVGQELFAKYDRLLLQSSLDGMADIVYCPRSHCQCAVMIEKESNMAVCPA
CAFAFCTFCKLVYHGVSPCSIRRAELMELREEYENGDDEKRQFLEKRYGRRAIKQSLEESYSEQWLEDNSQACPNCGTHI
QKIDGCNKMTCTKCRAYFCWICKSMLSRTNPYIHFNVPDSPCFNLLFQGMGEFVGDQDDEDGWQPRWWFV          
>Skow_XP_002736961                                                              
MSTFSLQIQISTGDCLNVDVSDTWTIRKLKTEINKQVKEDTTSAPDPNRSDDHDGAAVWPNLRLVLSGRELHDEFTIQEC
NLRQHSIIHAIITVKNDKGIEKPSRKSYTSLESSISDHRPHFYVFCKMCADVRLGKLRVCCQQCQAATFIVEQDPTCWDD
VLRPMRIHGTCQSDGCHGNTAEFYFKCASHKTSLMERAAVLYLIKTNTQHVSCITCTDTSDPVLIFPCQQSHAICIPCFT
SYSSTKLNERQFIQTPQYGYTIGCVAGCENSFIQEIHHFRLMGQQQFLFCRHCLLEYHSGECYQQLENPSGGATAGDLID
PVQAERARWEREARETIRKTTKPCPKCKVPVERNSGCMHMACPRPNCNFEWCWICQKEWNLNCTADHWFG          
>Skow_XP_002736743                                                              
MDSDEDFLYDDDEDEAEAGSSSVEDDHFDMGIEAEPSVHTDHHDREDEFPFEVLTPDKIVQHMVDCIKEVNVVVEIPATI
TRILLNHFKWDKEKLMERYYGEDQEKLFAEAHVVNPHRTSSSAKQTRSHMNTRSSSLLAAAEVVCEICLSSFSHSCLTGL
ECGHKFCVECWTEYLTTKIMEEGMGQTISCAAHACDILVDDATVMKLVKDGKVKLKYQHIITNSFVECNRLMKWCPAPDC
PNAVKVIYVDAKPVTCACGHIFCFNCQENWHDPVRCKWLRKWIKKCDDDSETSNWIAANTKECPKCHVTIEKDGGCNHMV
CRNQNCKADFCWVCLGPWEPHGSSWYNCNRYNEDEAKKARDSQERSRAALQRYLFYCNRYMNHMQSLRFEHKLYAQIRAK
MDEMQHHNMSWIEVQFLKKAVDVLCLCRQTLMYTYVFAYYLRKNNQSIIFEDNQKDLEHATEKLSEYLERDITQDSLVDI
KQKVQDKYRYCESRRKVLLEHVHEGYDKELWEYTEL                                            
>Skow_XP_002735465                                                              
METEVHIIQPNDPTVPIVSDRSDGNEYIDTNMMAAAITAPQSTMYLTVEQTISATRRKLEEHIQIAAQNNQTNNDETAQL
AKDVVNIPCPLGMKYARLDFPVLLRMNYNKLGQDSIAKLVSALGILEKYGINLLKVNKPNVWRSVRFSNVIFRTKVDIVE
GARNVLQLLGYTEDVDDGLTYPDEVENPNIAEVVKVTADLIIAKHEIEAIQKNCHPQPDAVKQYKMPSYQSTPGSVRSMQ
QRLSTQLEKVHQQQSGMPSRVVGGVALPGMTYPPKTVSALGRRPPPPPPQKDVPSGSVTQPTISKPPTSQLPSSLLTDTP
TGAESSILDNTLEIKRPPTMEPAIGPAVPTTQQKRRAPPRPISTLENFPPDTVENEATLCDLCGQCPATKLCDECGDKRC
DECDNRWHQHAARNSHHRRSFQAVDKKAETSTVVSPPPQTLHRSRSDVSLPKKPVPTPRKRAKPRPESVSSVYEMQSKSE
EQTSPNIHLHTLPKSRSTTSVSSFQQPLPAVGSQSNAYLPELEQEALMPQPKDRREEERKFLLMLELINIDIDQSRKIVH
ELRDQQDAMKRHNLEAWQTPHYQQIELEIQKEMKNEKDLMVQKSALTKEFRQGLSVMAQSLYGPFPSSVVHQPPGSYHLP
PELIPPSDTLLQSHLPAQMVQPLRTNALGIGSSNQYASLQRLPGQVHRRQDSAHESHLATMPRRSVCPSCKYLNISGVEA
CSQCSLNLLPSTKKPSVLSSSYQNKLHDIQQIEMMQTKECNRCGTSNKAANKICAACQLPLLSKAPESKIGGMDFDLLES
PPQPPARRQKHKQNQQIEEVKHLIPAAVTAGPESSSTESASKKHMWSCEHCTYLNTNPDTRICEVCSRTTHSIPMVGKQN
ARISKSDGNDSDDILPKSAFIAHSSVENIVDKTKSEEIKSSKQPISRFVSMQEDQEQVVREKLQAKKEWQEQLRQEEEEA



KKQETLTGSRKTANTKLDTDLTSSIIEDSDPFGKIDIDRWEKKQPDLLKLETQQIQDWKRQDRQQQEIKERKLLEEQRND
GLKFINLLRKVDENTYNVNELEIALHLCDTKEPFKWLQDDWPALIEEIINMSSIQAQYDEQYIWGRITTEEAKEAALRHL
GDVKRSAEESLIKRKNEIEEFLDLGIYGRENLSEALKRNQGDIKKSIADLEKQTLEPFLNRVWDEGSEVSVTKTEAIDQN
VNYERRIRLILAEYKMVSWGRAETAIKLLALNKENADDAIVAARECGDMQKAIRFLEQYSCEVCITPMPMNRLYTLSHCQ
CKICKECMIGYFSVQIREKNIRQCSCPICSEPNMEDQENADTYFQFLDVVVHDYLGPEIHELFQKKLTDMYLMKNPNFRW
CSVCDFGFLYENPNRLKMTCPECKKYTCFKCKKPWLDQHEGLTCEQFQAWKEDNDPDHQAAGLAAHLKECGIDCPNCNFR
YALAKGGCMHFKCTQCRHEFCSGCSQPFKKNCTKLRSCEKKGLHAHHPRNCLFYLRDESIEDLQKLLKMFDRLFEENIVS
PNMLENPAQPDLLTSYYTSNLQDHKINFNVEKPQVAQQGDVGEPQGAAAVAIVADSKCTVMEQKETNDGLIDAACGKDVP
NGYAGLCKIHYCEYLVEKITSNHIDPAIMFKEDALKVILMRNEVPVPDRNKKENDQHYRQRLLLLVQQKIPLENR     
>Skow_XP_002734676                                                              
MGSTSSKFRKALQNGEEYVAMQLYMNSPELRKSLDPNLSYGDNYNHDTPMHYVSRHGMKSLLRLFLKDLSGNPNKKNIRN
ETSIHSICMCANGRDQAIQIKRAECMYMMLQWEGALLRNGEREKADINAIDEKANTALHYAAQSGLKKSVELLVTHDVKL
FGENKDKHTPCDVAEKNNHLSIALYLESKMVFSTDETVDCAIVQEISFIEPDEPYTGLRPQDLQEAKDQLLVETSDMLRV
PLFTAEALLRNHEWSRENLLEAWMRDPIATCEKAGVKPPTDFSVDMMAAHRISGEEVHCSEIVCDICAGSIAFTEEPVDM
PCNHQFCRECWQSYLTGKIQEGNAHNIRCPAFDCTKLVPLETIENLVSRDMARRYLLFDIKAFVDSNPHIKWCPAPGCGR
AVKYPGVDTPVRGTATNYLSSPQTSQSVDCGQGHFFCWDCLGEAHEPCSCENLKKWHEKIAEVKPEELSNTTKDSESAAN
FLWLVTNSKPCPKCSSPIQKNEGCNHMKCTKCKYDFCWVCLEPWNKHGSATGGYFRCNRYEAVQKADEKTGGMVKEAEEK
NLKMQELNKFVHYYTRFKNHENSYKLEQPLIRSAKEKMLILAKAVTDSANASSETKFIEEAINELLKARRALKFSYSYGY
YLEDDGRTKTIFEFMQTELEEATETLSQMVARPYLRTPRYKIIQSAQLVQRKRHEFLSAVSKGLIPPEETPPLLRRKQFA
RKNIFNFENDEDGDALRQAIAASLQDMPPGGDGWMMDKTGRHNNIPLLYEYLGFDSEESDDLSPPGAADVGLSKEFDELS
LTDVAESGVCLKPGCGKPRAKNRKSGAVHEYCGLKCMRQDRLSRVESDSPPYCEEENTINNDQIDLLRALEMSRLLLMEQ
TEQLDKSTLTELSTGLEGVTEENLATSLKLQLPAHHRQLINSPKLARLVARMEDKESDVQESEGTDQEENINMSQPCAED
MELQQVLELSCKSLKHTGESVTDSDLEKAIKLSLQDPRPSTSGVKKNNPEAKVPVIVDISDLLGESSSEEDSAEFSIGFP
ITKCNQTDVQYASDCSSFRRSELARKASSEDLDDELYIPEVRVHAPTSEAECDRSESGATGRKNVIVSEKTSDAVLGKQK
AAFPALRVREHSLLRRTSSEPDSPTQDNPISDLLCLPNAHSRVVRSLSAPQEGVMSKSEPNSPGLQRNRRVESSPTERGF
MDSRDSPHTWDASFLDYRVCRSTQGSPRYHRYGAGRGDAESQFKEGKVDDIWQRNVEDIWQKMSPIKNTKSENQISSGVS
SSQTLEKAFESVHFPFKNKMQEHNDMPREVVPISLDYRENRLATKKNRHSVYSSSPSQANTLEVEPRRSRSVSPLPRRAK
KELVTADGAVCEVSCQMTSVPTEDNTVKGASGVTKGKSDRRKRRERRNRKKDKEKEKEEAGWQLYV              
>Skow_XP_002734183                                                              
MPYHYGKTELTLLVQLGPYISFVIETTQNESVDSVMQTIYTRTNIPPQYQRVNHKGTELQPGQGMCLFHYNFEEYSTLLL
SDARVKTTDAGTEDERSDSEWRSVILKECPKNTIGYISNCPTIRACPACKMVIEHNGGCNEMVCRCGHKFCFICLQPALN
NRLNCGAHDSTSIAAIQC                                                              
>Skow_XP_002733653                                                              
MITWDDDPENKRAKMPCGHAIGPESLTAFCRSLLTSGKFRFLCPYVSNDYTSYCNEEWAYVDVRRLAVLTPAEKKEFETK
IATNFLRKAQGIQECPQCKTLCERIDKKNLRCICAICTHKRSKTFEFCWFCLHEWKTKGSISNCGNSSCSGEDPRLKILR
TCPKKTIVGVPNCPSRRACPSCGMLIEHDKACKHMVCFCGKKFCFICLTKPDAKGSYQCGSYNTKCTIAAIQTKIPGSD 
>Skow_XP_002730810                                                              
MSVDMNSQSSDDSDYDDDDDNEGDMYDYYDNDDHEDGDKPENKYDDPEYFEQESLSVEQVNAFLDEEVDKASKTLKVSPT
IAKVLLKVHNWVPSELLQRNAEDKTNLLVETHIIPPPCSKKAKSHFQLSFCPGPGCDIVLKAEQPAAKRAICTKCNNSFC
FKCKLHYHAPTECEVIKKWLTKCRDDSETANYISAHTKDCPKCSVCIEKNGGCNHMQCYKCKHDFCWMCLGDWKNHGSEY
YECSRYKENPNIANESVHVQAREALKKYLFYFERWENHSKSLRLEEETFKKINQRIEDKVMKNAGTWIDWQYLLDAAALL
AKCRYTLQYTYPYAYFMEAGPRKKLFEYQQAQLEAEIENLSWKVERAETTDRGDLANQMDIAETRRLTLLKDFLPH    
>Dmel_FBpp0071688                                                               
MDSDIEMDMESDNDGEYDDDYDYYNTGEDCDVERLDPKRADPEYFEYECLTVEDIEKLLNERVEKLNTILQITPSLAKVL
LLEHQWNNVAVVEKYRQDANALLVTARIKPPSVAVTDTASTSAAAASAQLLRLGSSGYKTTASATPQYRSQMCPVCASSQ
LGDKFYSLACGHSFCKDCWTIYFETQIFQGISTQIGCMAQMCNVRVPEDLVLTLVTRPVMRDKYQQFAFKDYVKSHPELR
FCPGPNCQIIVQSSEISAKRAICKACHTGFCFRCGMDYHAPTDCQVIKKWLTKCADDSETANYISAHTKDCPKCHICIEK
NGGCNHMQCFNCKHDFCWMCLGDWKTHGSEYYECSRYKDNPNIANESVHVQAREALKKYLHYYERWENHSKSLKLEQQTI
DRLRQRINSKVMNGSGTWIDWQYLFNAAALLAKCRYTLQYTYPYAYYMEAGSRKNLFEYQQAQLEAEIENLSWKIERAET
TDLGDLENQMDIAEKRRTTLLKDFFPVDA                                                   
>Dmel_FBpp0076010                                                               
MNSEMEFSDEDHGDSHRSLLTHMSCENDSDSEDTCTEILLPENSNSPETEDFVYKVLSVDQIVQHQRNIIDEVNNVLNLP
PQVTRIILNHFKWDKESLFENYFESNPKDFFQRAHVLNPFEKKIERESAASTSCAIPQLCGICFCSCDELIGLGCGHNFC
AACWKQYLANKTCSEGLANTIKCPAANCEILVDYISFLKLADDSEVVERYQQLITNTFVECNMLMRWCPAPNCSHAVKAV
CAEPRAVLCKCGHEFCFACGENWHEPASCSSLKKWVKKCLEDSETSNWIAQNTKECPKCNVTIEKDGGCNHMVCKNPSCR
YDFCWVCLGSWEPHGSSWYSCNRFDEEEAKQARLAQQKYRSSMARYLHYYNRYSNHMQSLKMENKLYSNIQAKMDDMQEE
MSWIEVQFLRDAVDVLCQCRTTLMYSYVFAFYLMNNNQKIIFEDNQKDMEMATEKLSECLEREITVKNIYEVKQKVLDLS
HYCQKRRHVLLCHVREGYENDWWEFKEETTT                                                 
>Dmel_FBpp0077974                                                               
MSFIFKFIATFVRKMLELLQFGGKTLTHTLSIYVKTNTGKTLTVNLEPQWDIKNVKELVAPQLGLQPDDLKIIFAGKELS
DATTIEQCDLGQQSVLHAIRLRPPVQRQKIQSATLEEEEPSLSDEASKPLNETLLDLQLESEERLNITDEERVRAKAHFF
VHCSQCDKLCNGKLRVRCALCKGGAFTVHRDPECWDDVLKSRRIPGHCESLEVACVDNAAGDPPFAEFFFKCAEHVSGGE



KDFAAPLNLIKNNIKNVPCLACTDVSDTVLVFPCASQHVTCIDCFRHYCRSRLGERQFMPHPDFGYTLPCPAGCEHSFIE
EIHHFKLLTREEYDRYQRFATEEYVLQAGGVLCPQPGCGMGLLVEPDCRKVTCQNGCGYVFCRNCLQGYHIGECLPEGTG
ASATNSCEYTVDPNRAAEARWDEASNVTIKVSTKPCPKCRTPTERDGGCMHMVCTRAGCGFEWCWVCQTEWTRDCMGAHW
FG                                                                              
>Dmel_FBpp0079014                                                               
MTTHQLLNKNVRTMPSWVMEANDRIGPKPPPTPPNGVAGGLPKAPALPPKAKSTPEPDYEIIEFSSQQYSNEPMKTTVIR
TKTPDNKLKCTLCGSQNPWVTCAECAGQIFCASCDDMFHKHPKRKQHMRKAVEQGTPPIPPKAQAGGGAPPPVAPPRRSK
RGLLTPFLGRKDQMLPPPSPTPSHKSLGGWRGSLGGGATPPVPPIATSSANQMNNRPLPDPPRSEGGGSSRSGTPKSVFD
TIQRPPSVQLEKIKSKASATLDRMAILQQRYRQQKARQDLSANSEQHLSNEAGFEHWSNISPSPSHFRSGSMSSGLNSSH
FDLSDDSQFHNSLLLQQRQAAGAQRRQMSTSVFNLNSNPRRPLSEAQNGGAWLANQRIQQAQSLAQLNCAGCQQSQQHPG
WAQHPHQALPQHQHPDQWSQFGSQQQFNNSNLSLNVGPGYMSQQHHPHYPPPVFMTQRGMMPNVYPGAPGYPMMHPGVMG
MPPSAASRAASRSRYAASPTPSRKSMSLRRKRNSYVDDELTDDEDSDQDDRRSLVSNRSGMTSASRSQHHQNHIQPRQRR
LSSASQLIASDELDGDQVHHKMRNRRGSIAKSVQSEWLPERRENEGTLTRNKTATDSARTSRIYSDLESEGSGARALVQA
KIQQKLQEADQHKSSKKAEPKRKPEMKDENTQAAAVVQKVVVPPAHEESASEYEEVVEEVTASESEAEAQTAPDPQEVPD
EIGADDLGPPPSTPDHEWECEFCTFVNEPNIKICSICCKTPSKPPVQPNKAKKVEEKPQPPAEKSNNIKASSKTETKPVQ
KPTTKSQQPSQKSVAALSKTTHTNSTSSSKASPAVNSKTTSSIPIKTPSKSTLKTSSENESDNSLAKSLLHKANALIRIV
PESVENIWNTLDESIQAQAEQVLKKAQKVSTACGGTPPREIAAVEMGTSPPPQSISTQTYDALPFNTKQEEIIPVVPDRF
TTPEPNKMERRPHYRSNSQLQQESERYRSANDLRYHDGFGLDPYSAGLVTKRPNFINELRMLQLQVSSPFDMPHETFGVK
HEPARDPETEMHIILKELELYKFTVEELEAALKYCSPETHPIQWLRENWHKLVQTVQSLSTKYGQERGENTIGTVSQNEA
REALRNSGGNVWQAVADCIQQRQQKYRKLAAKGNFLRDDIVNALTAHQGNVEQALVELNRTQLKPFLMRIWGSPNGVENE
SGVAIDTKSDIHDFLNTHALDCLQPPLAGQSPSPAQANPFDQPRTDESPVKSTYATPSPYQMEDSTLKNLEILIGNMEQN
QAKQNQEVLRSIETMLDTFKGKPELEYETDPEIMRILTKSPISTMKPSGPAEDKSTDDVKNFVWQHIQEIVPNLVQQVEQ
ELMEKPEEVAKIEAEQPKEPEPLLEPQPEPTPSVDPAVYIMEEVIKPNLREASIREEVQPSFIYATEIANFKLEFDRGTE
RWHEAEWESSDLTDAERIVYKCYMAPNEQPKEDVVDVAVESSVNSLPTAKAQEESAPEVPIEAQKIENTEVTQPETVNEE
LRQQEKLETPLVITSETISETVSQTANESDKQKSIENNLQIKQNVAEVQVQSDDQPSTSRDANRRAKRSQQSRKGRSREQ
SQKPTNRTKLPNNIDQKVNESKTAAKETEAVKDKDLSAAASNIQSDVTASDPKTSTPLKILSEGTNSNTLETMENVTSTD
INDNVTIEVISNRSEEVPAIQDLGKTKDISEPTANPIEEITSIQNSTTISEQSEGPQEPEIPIEVSETTEALQVPREEAS
IEIVSPPNEEQTKSPTSQEVNIQDTSHIISLPITDVTPTPEIINIAPSTSSISKEQKQSPKRLSKIPVRTLSSSSLRSES
RSSNRTPTANDEIEREETTSQGVPIGETVSSPKSEQLSDNQEVNLVSQETQSKKDTNIVEEPATQPLGLELEEHSPNATA
VAVSPTDSDEVFEDAPEFSGSDGTRPHDETASDAELYSLDSDGQRAETKSPEDEVVILLDEESQMESSIAQSESNASLDS
HSSESETSKVVLKEFVPSGDPAKQNLSELVEDTQRLIKQMRDEISMDEFESTDEDEYSDEYSDEYDEGEEEEWYDSEGEE
EGDFDGEEGNTYNEHASYIEEASTGDEGTEIEDIMEEDEDLADDDEPLQSQIPLDIEPVISPALSVTPTNQETDTIAHTE
VVSSTGTRLETELPNPAMESILPSQSVQEDIKVEAIPIQSAPPIADSETRPAEQPVELVLEIPSEVEPTPVEEPTALPIT
PAPPIVDSESRPVEPPVETVLEEPKKVTPSMKGKTANSGTASKGPSTSSSTKTNKSTVSKIPKPTNEPTNKSNSTPLNKK
VPLRSKSFSAPMGISSVKRIQEVYLQKQSSSIATSRVPLKSSPVTKKSINDAISRFNSNQADGPSTSGAAAAAAAALLKP
RSQPRIPKKKYHETCFSDDDYETSATEEEQEEPNLAEPQKAEQLKRKMSMPVFRAYPSVQEPVIEDPAILARKYVDQELV
TNIAEAQIAATLVSMKFSEDVALWAARECSDLDQAIAMLQQECELCMNSYPMNQMVSMLKCLHKCCKQCAKSYFTVQITD
RSINDCSCPFCKLPELSNEAQHEDEHLEYFSNLDIFLKSILDNDVHELFQRKLRDRSLLQDPNFKWCIQCSSGFFARPKQ
KRLICPDCGSVTCAQCRKPWERQHEGSSCEAYLEWKRENDPELQAQGVQEHLAQNGIDCPKCKFRYSLARYVQIQKYQYV
VSFTSSMFNLYRGGCMHFTCTQCKFEFCYGCARPFMMGAKCTVSTYCAKLGLHAHHPRNCLFYLRDKIPLQLQFLLKEQN
VKFDTEPMQIKDESSSSSKARAQARCPIPLQKETPQGLVDTVCNTEVPDKHAGMCRTHYVEYLAGKVAKAGIDPLPIFDL
TDCVQELRRRGIALPERGPWDTDEIYKNMCSEVGVGYHQLMA                                      
>Dmel_FBpp0087349                                                               
MRPPMAMPSMQASTGLQPTEVHPVQQLHLHATPSNPSDIHQDRSPHNHNAKLPPLELLVENKISYSSYQQHAKDLKHQSH
NQNRSKRSSLSSPSSSEDCVSAARANIFDDAAENFVINFPSESATSQHLLPLSETVPLLTHIEATVVDKQRSIRLNKNSA
SLIFTKKELNQGTREHHHQHNNQQHQQQQRRPHHSSLYGVGRKPTKHLPPTRGHHQRRSLPLSYNNNLVTTAPSAGGAGG
PGGAAKLVPLKQQHQHHGAGHTAPPTANVVVAGGAGAAAPSARKQLSYSWYAPVYSALEEELEQDSRDSSPIHNLANTKQ
HQRSASQKASTALHATPRHDRAHDSADAETVALLDTQTRSKIIISSANGDAGGAGAGVGFGGGGGGGSGNGGVLAANGGG
DLESSLGLSGGGQLPRRRRIENFLKSLVGLKASSGRGGGGGGNVGGGGAVPDRERPASPEIRITRTPSEQDVVLRDPSGR
QLANGHGRGSLSISGSSSSLNVVQQKIWHIMRREGSASSLHQEKSQSIVQYTGLRKCETVLALTRQSQSHGHVHGLSQSR
SQGHSLAVHGSGIFSSGGVEQIRPLNRLRNSVSSINGVGTCSRCSSLLSLAASGSRYSLSNGFAPRPTSALNHLEAGWED
DQRRAQEPHINVNAQIRLSGGATANSTSPSPPSNVTTATLHSSSANNLNQEPQQSTSTPATTPTETPGSGELGPFGTNHA
YPLTVSSLLSMASANQAAQACCVRDGIALKRREMLASADVTPSVGTPATPTTAFKPFTCKLCLIDVEDVGEAMALQQCGC
QFCIECMRAYVEFEISEGAYEISCPDATCPAQGAISLPEIANLTTTNLLKKHHRYRLNREIELDKTRTWCPRAGCETICT
VGAAAQPGQSSVICQMDESPSTSQSYSPQQEVAGNGSTGAAAGNGAPVLSVSVHCPSCKDEFCGLCKKAYHPNISCDEFG
RRLIADGQDDIGIPFDNELIKCCPMCAVPIEKDEGCAQMMCKRCKHVFCWYCLASLDDDFLLRHYDKGPCKNKLGHSRAS
VVWHRAQVIGIFAGFGILLLVASPLLLLAAPCIICCKCRGCTGSKIDEVDAELEEEVTALQG                  
>Dmel_FBpp0088499                                                               
MDSDNDNDFCDNVDSGNVSSGDDGDDDFGMEVDLPSSADRQMDQDDYQYKVLTTDEIVQHQREIIDEANLLLKLPTPTTR
ILLNHFKWDKEKLLEKYFDDNTDEFFKCAHVINPFNATEAIKQKTSRSQCEECEICFSQLPPDSMAGLECGHRFCMPCWH
EYLSTKIVAEGLGQTISCAAHGCDILVDDVTVANLVTDARVRVKYQQLITNSFVECNQLLRWCPSVDCTYAVKVPYAEPR
RVHCKCGHVFCFACGENWHDPVKCRWLKKWIKKCDDDSETSNWIAANTKECPRCSVTIEKDGGCNHMVCKNQNCKNEFCW



VCLGSWEPHGSSWYNCNRYDEDEAKTARDAQEKLRSSLARYLHYYNRYMNHMQSMKFENKLYASVKQKMEEMQQHNMSWI
EVQFLKKAVDILCQCRQTLMYTYVFAYYLKKNNQSMIFEDNQKDLESATEMLSEYLERDITSENLADIKQKVQDKYRYCE
KRCSVLLKHVHEGYDKEWWEYTE                                                         
>Cele_C17H11_6d                                                                 
MSSNKCGLDPLEEEPSIESQPILHTATPPVQHRRKISEEVSATRPCQIRATPSKSTESSSVANVGSIVANHRPSRKCGSR
LSLTSLLSFTGHSSFSRDRSRSGWSYSDDNAGHVAMTSVSSSDVRSNVSGSISSKRYRGSDTGSGMDSEAGETCAEMLLS
SRNQDDEEQSDEKQLSQSLPDTPKTPSEVGKKGKGKMKECPLCAAKMPGSAFPKLKGCQHRSCRACLRQYVELSITENRV
EVPCPECSSYLHPNDIKMLIGDIPTLIEKYEAFSLRRYLMTEADARWCPAPDCGFVFIATKCAACPQLKCQRPDCGTLFC
YHCKREWHSNQTCDEARRPEKRKSRGLAFEEIMRTGFHQSADSTLKPGDVKACPRCKTYIVKMDDGSCNHMVCTMCNAEF
CWLCLKEISDLHYLSPTGCTFWGKKPWTRKKKLLWQLGTLIGAPVGIALIAGLSIPGIVFGVPVFVGRKVHQRFKYKSKT
KRRFLTATCVVGSLVVSPVMAVMAVGVGVPIMLAYVYGVVPLSLCRNGGCGLSSSDSSLALADIDEEQLYGTPGASAPVD
LSQFMTDASKREDIVSIDPSILSMPREMKTRYYPKGRRTSLESGERVNYEEASVKAMAGSHHYDDKSVHTLCSGHEVTSL
NDEQSSTKALAGSVMDTKSMSESMYRHMILTKYAEKQHHQENDDDHDEQGGSDDQPSTSSAVHHIKGPKLSSSSIHRGCV
IERDDDGLLFTEEGAALLINSPPAMRSSGSVNIDPIDLFKIRSWLDNMKQMVATDAPQETPYEPSTRPSSKLRRSGSGKS
VHTVATFPVNLNTGNTVNRQGLSNLSKPEIVQNMSNAPSEAGITVAAPRSPTELEANGENAGDDSVSTSSSSRSQKKKKR
RFGIFSNWFNKTK                                                                   
>Cele_C27A12_6_1                                                                
MNSDDEIYMEGSASSEDDMDDECLSDDDGIARHDQSASDYLNKKDKDNEVLDHDSLEAEMKKAISEVEAVLQVKTGVCRI
LLHKYKWNKESLLERFYEHPDTIAFLIDAQVIPRQQEVIPAGDAECDICCSMDELSGLSCNHRACAECWQAYLTNKIVSD
AQSEIECMAPNCKLLIEDEKVLSYISDPTMVSKYRKLMVASYVEINCLLRWCPGIDCGKAVKVSHWEPRLVVCSCGTCFC
FSCGQNWHEPLNCRHLKKWIKKCQDDSETMNWINANTKDCPKCMIPIEKNGGCNRMLCTNSGCRYEFCWMCLEPWTKHGY
QYACNGYDETAVKNPQDAQEISRANLKRYLFYFNRYMGHEQSLQLEGKLNIKVAKKMEQMENMSMSWIEVQFLRKAVDIL
SECRRTLMYTYAFAFYLKKDNNSIIFESNQANLEMETEQLSGFLERDLEDEDLVTLKQKVQDKYRYVEQRRKVLLDHCAE
GAEQDIWQYND                                                                     
>Cele_C27A12_7a_1                                                               
MNSDAEMNTEDGGSSPEEFGEADCFSEEEDEEIVLDTSDNDTSYAKEDKKSENEVLDNDLLEAEMNTTIADVQAVLQVDP
GVCRILLHKYKWNKESLLERLYEHPDTIAFLIDAQVIPRQQEVIPAGDAECDICCSMDELSGLSCNHRACAECWQAYLTN
KIVSDAQSEIECMAPNCKLLIEDEKVLAYIKDPTIIAKYRKMMVASYIEINALLKWCPGVDCGRTVKVSHGEPRLVVCTC
GSRFCFSCGQDWHEPVNCRLLKLWMKKCNDDSETSNWINSNTKECPKCMATIEKNGGCNQITCKNTGCKFQFCWMCLGPW
TVHANAWYKCNKFDDEASQTARTAQELYRANLTRYLFYYNRYMGHLQSLRLEGKLNKTVKAKMDQMQNLSMSWIDVQFLR
KAVDVLSECRNTLMFTYIFAFYLKRDNNSMIFESNQKDLEMETEQLSGLLERDLENEDLLTLKQKVQDTFRYVEHRRKVL
LDHCAEGTEQDIWQYNE                                                               
>Cele_C27A12_8_1                                                                
MSSDDEINMDDSDSSQGEIDDGCMSDDDGIVLESREQNSSDYKDNGEPDNEVLNHDSLEAEMKKTITDVQAVLQVKTGVC
RILLHKYKWNKESLLERFYEHPDTTTFLIDAHVIPRRQERLPAGDAECDICCSLGELSGLSCNHRACTQCWKAYLTNKIA
NNAQSEIECMAPNCKLLIEDEKVMFYITDPTVIATYRKLIVASYVETNRLLKWCPGIDCGKAVRVSHWEPRLVVCSCGSR
FCFSCGHDWHEPVNCRLLKLWLKKCNDDSETSNWINANTKECPKCMITIEKDGGCNHMTCKNTACRFEFCWMCLGPWEPH
GSSWYSCNRFDDSAAKNARDAQEVSRANLQRYLFYYNRYMGHQQSLRLEGKLYATVKSKMEQMQTLSMSWIEVQFLRKAV
DVLSECRRTLMFTYAFAFYLKRDNNAIIFESNQKDLEMETEQLSGFLERDLDNENLVTLKQKVQDKYRYVEHRRKVLLDH
CSEGADQELWVFNE                                                                  
>Cele_F15H10_4                                                                  
MSDKVSENNDIKGFQLTNRENEQPMDLNLKEKKPTFTIVGCELCQIKDEIRIILRQCGHVVCLPCVLEYIKNKIIVDGHP
RFKCPLSTCNAVVHENDINAVLDEKEPALERYMSIVHRRYLQYKQNKHSIMAALPSSDIKRCPLCRSIYMHVVGCNYVIC
ANSACNTAFCWLCEKPMGRPSSHFTTASKCRLGYTDYERIFRSIQLILDVNFVILWILLPFVYLIAFLYIPVLIIFLIPA
SLAYDAYRKEKDSHDFLVPIDVLTIIFRVLIGILIGIIVCVPFAIGSIVSGSVLMFLYMGFLAIRTIPCGLSGDRVGTFL
CLMRWAGNLFKIGPYGKLLEEARKERNDALVKLEENRDDFKNALSTSKVLVGTTTTSSTTQATTIGGSTSTAGTTVEATT
TTQA                                                                            
>Cele_F56D2_2                                                                   
MSDDSRETQLFELEALESVLRENKLTRISDWADKNAEIRGIIEVGFDTLSDPKVTIEGTSDSSDHFSIPLDILPPIRLKF
HLPNDYPSVSSPKLELESYWMNQEQMTSCETELARICEENQMMEVLFMCYQTIIDSIDQSHLKIINLNEACALKNNGETI
ESLKKKILGKGEEAAEEHFVNTLFDCEVCYDSQMGQHCIKFQPCSHVFCKQCTFDYYRTISKGVVSKAMQCLAEGCKSEA
QQNTVKEALGDDLYAKQRFLAECSYCNFSFCNLCKQTFHGIERCKWKKGDKELLVKRWKDGDEAEKAEMCRQFGGEKRVE
ELVERFLNEEWLDSNSKPCPKCSVSIEKNEGCHKMHCTKCDTYFCWLCSETLDKEDPYKHFQGDGSCSGRLFEGVHHDLL
DNDDDLLFDMAFNDGSDYDSDETVEYPESDEDIDAEDWLEQEGHFDELFFN                             
>Cele_F56D2_5                                                                   
MTDRDLQIYELEALESVLREKKLAKSSDWSDKNAEIQGIIEVGFDNLYDPTVTIEGTSDSGDQFHLPLDILPPIRLKFHL
PNDYPTVSSPKLELESYWMNQEQMTSCETELAKICEENQMMEVLFMCYQTIIDLMAQNTPKIINLNEACALNRQGETIES
LKMKILQKEEEAVEEQFVNTLYDCQVCFESQMGQHCIKFQPCSHVFCKSCTFNYYISIAKGFVSKPMSCLAEGCENEAQQ
GMVQEALGEELFAKYEAHMLEKAIREMDDSMECPNENCQMVAYLTDSQRNLVECSYCNYSFCNLCKGTFHGVSRCKFRKE
DEERIMKEWNEADEAGKEEMYKRYGEKNMKALEERFLNRGWLEENSKQCPKCLVYIEKDEGCNKMHCTKCNASFCWLCSK
TLNNVDPYSHYSEKGSCNGRLFQGTWVDEEVDEFDWE                                           
>Cele_T12E12_1                                                                  



MDDEDMSCTSGDDYAGYGDEDYYNEADVDAADDVAVTPTHSEEADYECLSVNQVERVFIDGVNSLVSRISINEKFARILL
QANHWDVDKIARLVRNDRNDFLRKCHIDAKPEPKRKLSSTQSVLAKGYCSVCAMDGYTELPHLTCGHCFCEHCWKSHVES
RLSEGVASRIECMESECEVYAPSEFVLSIIKNSPVIKLKYERFLLRDMVNSHPHLKFCVGNECPVIIRSTEVKPKRVTCM
QCHTSFCVKCGADYHAPTSCETIKQWMTKCADDSETANYISAHTKDCPQCHSCIEKAGGCNHIQCTRCRHHFCWMCFGDW
KSHGSEYYECSRYKENPSVAAEANHVKARRALEKYLHYFERFENHSKSLKMEEELRDKIRKKIDDKVNEHNGTWIDWQYL
HKSVSLLTKCRYTLQYTYPFAYFLSATPRKNLFEYQQAQLEKEVEELAWAVERADGTARGALEAHMHRAEHKRQTLLHDF
FF                                                                              
>Cele_Y49F6B_9a_1                                                               
MQSEARKLWISKRSLSEEGPSVEIGFEALKFQEESGAMKECELCCEMVPAGAFCQLINCRHVYCRICIRKYMELSILGNR
VEIPCPGGCPAVIHPNDVTRYLLPNTDLISKYESFSIRMALCRIQDVRWCPAPDCGFAVIVPNGQKCPRIKCQRPGCGRE
FCFKCRKVWHEGTRTCSKTFEQLKKITENDVSAHPCPRCKTLIVKENDGSCNHMHCTLCGAEFCWLCLKEINDLHYMSPT
GCTFWGKKQWSNKKRLLWQIGSLIGSPVVIAATAVISVPLITGMIPFSVGKRVYKRLKNQSKAKRVISTAAAVTTSAIVS
PAIAGVAVAIGVPFALGYTYIMVPKALVHDVVDYVQKKKRREVPIADTFHVDGYHGATMSLAPPPEPEPEHRNADGSAPG
PSSVTSSDYSEDFSSSSGDDFN                                                          
>Cele_Y57A10A_31                                                                
MAKGKKQRRSEKIIPLTQLAFVVDSRDPWDDEPPSKEDIARAHFENRQQKRDYLPVTTSRELRYAVEWPSVVKNVTVPYY
QNESQDTSQALCGRSLVSTTVSTNPSCSTAQIDVAAFEQTTRELVGRAANMKTRFWLKFCVVWPLGPQDIRRIHRENINF
NKRRCEYLTFNNTPTAYLLIDSDGDPEYTKNIIRRKLGSAAAPSPPILLAAPNSGYAIRFRHGEEMPTLIQKSSESQFAL
VFDEKYTEFTKCSARVFYERLLRCPLRFDRKLEQSEKLWIQKNLKRNDLAHRAIRVLEFYSIEERNEIVGRADNSIKFLD
ALFCDTMQFYREAYEDLNLYIKYSNTPKHIECVSVTVRNESDKKHAESSFTSHGLSVLYFNRKMECDPAAKYDITLKTMV
LQNFPRHLVTYESREWFVRRIAKENFFQLQSVNSFVQWQSHAKRCCFKAKNRDFFKIINFAFYKIAHINRIYHPIDAPWI
EELQGGLGARSMMSVVLERPDVPWQIARERRGAIQEDELFTIYFKNVTVGMQLIEHVIRIAGIEPIFRTDAADRDGPQLV
PFYRRSFTVTRAARAVVTSKLRQLDAKLRATFCMLTKQEDPIMMQDDAQYYVVRIFEEWTPNSKSGVIGVHGWSQNAIQL
FATQILEIMSPKEFSTENCPEMTFGIGEQWVKSLQRKYHVLLDVDKYREVISVLGDDSEEVLKELETYSQKKSEILVASR
IPCFFPHLNDRVRCELLSPGIVEKIRRQLGAQKLYMDRESQCLDFQGSLEAYEKLIELLETLSNEVFKRETRNREAEEIP
NLVCPICTAETGISNDFYRLECGHVMCRTCINTQIRSRIDEQQFNIRCEIDGCHRVLTPAEIMNIILGGSDRMKELDTQK
LRRLTDRAKQLLIQTNEDLAACPSADCVGILSKSDDGLISEFKKCEACDRSYCRKCLAEPHPDDTCEEFARIRRPEDSIA
RYQKDMGSRVKKCPKCAVLVEKREGCNHMQCGCGTHYCWTCLYVAESSGDCYRHMQAEHGGHGGEIDMNQLPDNEPGIQQ
AMLQQYRAPRAEDDPMFFDEHGFTDDDDSDADADDEAFVAAIYPQQHANRDQFANYRRNAAAFEEPPAPPPPPPPPQYIR
DLPQLLIDTFPTIYGDPETRVDYVDFVNSAQTQDQLEANLVMLYQNAEEHLAVEPQRRGR                    
>Cele_Y73F8A_34a_1                                                              
MSSDDEIYNENNDLDEEFSDDMDQQSGSSGESQGKANYEILDPTALESDMSKTISEVQAILQVEPGICRILLHKFKWNKD
RLLDKFYEHSDTTEFLAEAQVIPKTSSSEEAAGSSAPPPGGDAECDVCCSMTRLSGLACAHRACDECWKAYLTEKIVDVG
QSEIECMMMDCKLLIEDEKVMSYITDPFVIAAYRKLIISSYVETNSQLKWCPGAGCGKAVKGEPSDREPAVCTCGERFCF
ACAQDWHDPLSCRHMKMWRKKCSDDSETLNWINANTKPCPKCSVTIEKNGGCNHMSCKSSSCRYEFCWLCLGDWKNHAQC
NRYVEDDNKTDSRSLSRKNLQRYLFYYNRFMAHQNSMKLEGKLYAKVEVKMDLMQALSMSWIEVQFLRRAVDALCECRRT
LKYAYAFAYYLEANNMTTLFETNQSDLELATEQLSGMLEGDLEDNDLAELKRKVQDKYRYVELRRKKMLDHCAEGVELDS
WVFCE                                                                           
>Ctel_174774                                                                    
MTCHHRSCRDCLRQYLKIEITESRINIACPECAERFHPNDIQAILDDVHLMHKYEEFMLRRVLVSDPDTRWCPAPDCGFA
VIATGCASCPRLKCERPGCNTHFCYHCKQHWHPNKTCDAARAERSLNMRTSLRCSNDSSSQGDIKPCPRCGAFIVKMDDG
SCNHMTCAVCGSEFCWLCMKEISDLHYLSPSGCTFWGKKPWSRKKKILWQLGTLVGAPVGITLIAGIAVPAIIIGVPVYV
GKKLLTKYQHSSKHRRNIIVTSGVTASIVLSPVLASVAVGIGVPILLAYVYGVVPISLCRSGGCGVTTNSGGVRFDFDDE
GEEPAPGAPGPFPGGTTESAEGEHVPNVANPSIGPSIGEMSLAMTNSLSASGSHLDRVLREDSCDRDSASNRALAGASLS
GSLCGSSAAAYQHR*                                                                 
>Ctel_190266                                                                    
MVLKRSKHGFNTGNTIRKVLIKHKKLTDTIVSTDHNNREWLESRLDTLHASDIFQSTLIREEFSLLKKISNCDTALFDST
AQTLSLKKGGRREVWLELVSSIEALLCMQIQVNLVSVSVTLIDDSGSKTSPSALSSDHPNCATQKELHEEGGLWPRRLKF
KCTNRGIQRKARERIHWSQEKKDCRDDENCNRIRTYEADLIYTQENLTTDESVLEVYSPKIGCKAKGIRNKQRRRGFNSL
IEEGCRSGELRGNEAHCGGCQEYSRIEMAEDLVIAKGQKKKKQRLTKKQRKRKDQKEKKLIMSAEEFPPLGSSVSLERKT
PLSWGVIKFKKKENVKLRKCEANVKLEQIQINPIYKELSDDIIGNDKQQNGDDKNKKFKKTKKPKHHKNNAEDLSSNIKK
ILKLPKAIAGNLSDFPQEVMNTPDLHALLLKEQLKDAFVMFTLHNPFQSSSSSVHRYIKGEELKRKKKPRKWDAHRREVV
KPLLIKIKTTTAQPSNLHNRFSGCYTEGQTTPRCFAIRGSESDDAGCASIIFQRLSDKSPCVAQENHQNVMFDYYLVYLR
AFVNTNGELIVRNAMHAAISIHLLYPVAKIVALFLQNLALLPPHQYKHRLQEKQVQPSTKTSTTYEIFLDWIYSCLPWKV
QLIPESEALAAVTEKVKPSDCNRSSKLPPLTPRSDSSVHQCVLCGAGPFYRDISQSGLTALYHDGLFQGALRANSVTKCV
DAVGDFVSRILLTLTPCQHMFCQGCLRQYIGNKYKQKEAALLCPYPNCCVRLGDVLEQLCMPKAMYKQQKLRQLHDVLES
HPLLRSCPSKKCKMAARLDGSSFVHRAVMVLCQCGGCWCFDCRKEAHWPAACGHLDSAACIIKSCRRYICHDCSEGKTSC
SCVLGISISSATSQPLNQLIPLPNVRHDLLSMIYDERAEGQKCERRAWCAAEAEINAIQLSHLITKAKMNLSNPVILSPS
SPLSHLPRNILPPKTLKPIKMKQMKNANTQTDRFVLLFAQHFIFKANCLLENVNIALSSLVHHCDQESLREIESRVQSIL
STQRAIQATLSNWKEKPSAVLPRIQELLLEGEVSLTSLVHHMHNCKVTSRPSSSSLRLLSL*                  
>Ctel_198093                                                                    
MYVSCKAFEREHQRTPKISWSAKTIRNQKKKSMILRNEIAIGNTPGPCASEETKSVKPKKGEGDKKTNPAGQMHNQPHSI



RQRDHGHKSLPMAPSSAGDNSSRNKRASSTSTNSDSSSAPQEAHPFERGRMRNRATKPPRLDPKQTALTVDFMGSISFLE
VTDYLRGLFLCPSPKYELIDGQVDESFKAVTHVHLSFQSAARAAEFMKTRTDKFEFKAWLCTEDEFSNSRKRSLMEEFKT
KAQFLIVEHQIKVERKEEQLLELKEKSKSKKISLEEAASVLQEIDAIESQRIMLLRQVDEFKFFMNRIERHVESCGEIDQ
LKRNIFSNAMSCEFKKFKLAFPMYAHKTDIVHMVKENQVSILLADTGSGKSTQVVQYLLTNGLFKGGKIICTQPRKISAI
TLAERVASELNTNVGETIGYKSSCSSPPVYRVSGKTFPVEIEYGSENPSEEGDYIDRAVKKAQNVHLKENDKEGGILVFL
TSGLETEKAVQKFEQLGEKNVVVLQHHGRLPPHEQKKVFQDVPPGVRKIVFATNVVETSVTIPGMKFVIDSGMAKIAIYD
HKKNKQVLKVMQISQSSANQRKGRAGRTSPGKCFRLYSESFYKEMDASSKPEILCCHLGTAFLKLLSYETCDIKSFEFVE
SPPVDALRNAEKLLEILGATQDGKITDAGKKMAQLSLEPRLAKMVLMTIALNLPTQGLILAAISTVGGSIFFRAGSKEEK
IVCDKRKIRFCEERGDIITMLHVYTMWNDIPETEKNKWCVENSINAKSMRIARDNYNELLHTVQGDLPRDFVEDRTLSTE
VLDVLSWAILECFGDKLCFFSGHADVGYHLACDPSTVVHIHPSSALMMIGNLPQWVVYESILVTNKEYMMNVSTVGEADL
LDFISKHQDLEDVLECKDGLLIEPEIVSGLGSVTLSNFCGSCYGNYHDFKAEASDVCFGPLAIDVRRDKGEIVFFTRKND
RSSVADMLSVRIKDIIREITNEVFEIPLELSCRQRIVLKQGLSANEVLLDGDFCNVIIRVHDGYRCNEDEVRDLLQIFGP
LQQLIPFVRSRVWGKAVFVESKHAQLATCTQFPQFPHIDVQPDKANQESTECKISMEWCRRPNTGLGFISFYEYEDTEAG
LLSLDGGQYPVSRDGRNINTLKINSIPRLDFDENDLRNYLDHRGVNMAQVEKVTLVKQRVMYSKSDCTQFRTRIEGFLVN
NNYDRRLFRVVVPLAKEKSFTFQAFVYVVDEDTSEDMAGFMSEGENRMSLPGLKIDKTVNVKFFIYGDVYSFINERLKHV
LAKVDTRPGVTSNLKNPPKPNGRFIVELYARDFRDLNEARKEIDDVVRGTRVALKDNEFKCLQAGRGRAFLKRLENKNLM
IKVDFFRHTVTFFGDESSTNKATEALNEYLTCLTSALLREIELKGDGLPRGLMKSLVVTYGYDLNKLQQESGALWLDLRV
LPQVLMFCGSAESFTSLQNLVKQALEKLNTEGGLGEGNDCPVCLCPVDQADQYILEACGHTYCKPCIHGLLQNACQSREF
PVNCAADDCDEGLCLADARNLLGRSEECLHDIASSALQAFMAGNVKKYKFCRTPDCIGIYKITRHSRVFKCPVCNERTCS
ACHGNRHSGKCGSEVDSDEEIDEWMRKSPHTRASCPGCGVKIEKVGGCAHMPCAQCKIHICWHCKKTFTTSQGCYAHLAS
KHGGFN*                                                                         
>Ctel_155420                                                                    
MLSCPEGHLFCSECIRRSSEEILGLAKLDFPCLQAGCGSPFTLSTLQKALKPKTFDLLLRKIQETEIEQAGLDDLVKCPF
CTFATIMPNPEDKVLYCKNPDCLRESCRLCQEPNHIPLRCEEVEKQGETDMRTFIEMRVSEAMLRTCWSCKKRFYKTEGC
NKMTCSCGASMCYVCRKPVNDYEHFGGRKGQCPQSSNEAQLHQQEMEKALIEAKAKYQMEHPETAGLKLKHDPELIIAKS
DSQPKDFLFNPHHYENSDSSTDSDEDGYY*                                                  
>Ctel_220818                                                                    
MDNSDEDFVVNVKLSPDRSIELHVDPNWNVRQLKEAIHREKQINISSDEMSVLFQGHALVNTESLKNLDLGNFSFLHVVK
SKKPRTGQANEVNIPDASLPIEAYQLSNYFVYCKTKCFRVCPAKLRVRCDACHQGTFVVEQGPNKWSDVLEKEQIGGECQ
TESCKGKYAEFYFKCTGHQTEEHEGTVPLPLIQRNTSRVECLGCGDVTKEVLVFPCEMGHCICLECFKEFGNVALSHRDF
VNTPEYGFTIGCPNKCMNSFLDDAHYFRILGDASYERYQRLATELCILQSGGVLCPSPGCENAFIPDDDINDIRCDHCNN
YFCRLCHMQPHQGECSSSATASASQQFTVDPMRSERARWDRAARQKILEISKPCPQCKSPTEKSDGCNHMTCIALDLRSG
QKCGFQWCWVCVKEWTRVCQGTHWFPNS*                                                   
>Ctel_216609                                                                    
MRKKCNIDSVNSGGSFHLGGHRGKILHEGRHQHMVFKYVLESNQRDEKHHRAIEQFKDEHLHDGDMCHSTIYGIYNPMQE
IGHSLNKRKRWLLVDEVCKAIDELQNDPEAPVRLTCIEREVDPLLKGDMCRYSKRILSSDCTGYHDSKMKQSSVYPTNHT
YARFTALRNTEKLKRGAGVDHGKLNKKQRQKIARRSLHFRNGRSEQRRVHLNVDKLNHKQVESLNFDLVEPESEPEIRYE
VTHPMPVCPHRFLRTDHEARMLQKYGPLMKTTQLHKQAKLIDDCDLEQRIIQDVEEDFYNAALQYSLEDDAQNSSRTSSV
SLLDAVIHKKPKVKRKRRKCGKKDDDELKPKRIIYEEPNIKLLDNNDDDMFLHATGSDISEWSEIPDPKTVHLEIKEGNL
RSLKTYHGEAFVEGKSNPKVCSLLMGGNVHMTWKESDETDWEMVKDEDVVTIVAIRITGSLGHDEMERVFDVIERQKDSM
KSMNQVVHAIRQASSSSYQGGRKVKRASSGLLGKIFNPCKQVQILSHSEAQRIAVVEHYAKLENNIFKQAYQCESFIDLA
SLLWHLPSEHHQQLMDNITATRVSSDPSWNRCPNPKCQRYARVLDTERPSVLNIECECGLKWCFYCKERIHWPASCRHNK
YYIDHLKRLGLYNKTGYHQDTVVNVSVKRCPKCQYPIQKNGGCPHMICSMCQVSFCWLCSKRFNNHPIRCTTVSPEVIEL
LVFPFGGLHGKWLELAVQHRTSKEYLGLIKSTARIAKMQKSLDVEKLTCMFSRDNSVIKLKNRKIAKSRNVLSCRELVDS
LLKSVAFIQEIQHCLEFSCVMAGIVSNRAITIRLKKSIEQMTSTLQHIHEILGNVDQSNFEAISDRLPFLLSSTIKQLEK
LQRIATCVNDGPY*                                                                  
>Ctel_154469                                                                    
MTTDREAQEDEILALTSIYDDDSFSSSLDDTTGVTSGSFSALLSIPKPFIVRFRNKLNHENPSTEEHNIESLPPLMLSFE
LPVDYPSQSPPSFNLTCKWLSLRQLSRACCHLDELWRSNCGEVILFLWTSFLQDELFDFLQITSPLDLTEVVPHRIVPSD
SLRQSSESDNDDLDDEEDDPLDSRAFQDIACQTFLMPAVLEHDQLQREAKFNSTMFSCAVCLVEKPGKVCMQFVQCGHTF
CRECMKNFFEVLIKDGNVKGLLCPNCPADTDSHAHPAQVKDLVSASVFQRYDRLLLQTAMDTMSDVMYCPRAMCGCPVLV
DAAPPDSVTVMGSCAHCHFVFCVFCKGTYHGVSPCKIKSEEVKRLREEYLACDEKGKKSMEKRYGRVVIRKVIEDSFTEE
WLQEYSKRCPNCKTHIQKIDGCNKMTCSKCNCFFCWICGCVLSRANPYQHFSDTRSGCFNQLFHGAMVDDDPFLQEEDFL
DDDEDEDGLLV*                                                                    
>Ctel_200517                                                                    
MLSQYTDDMNGGFRVCQSSAKIQLESLIVTCILCPDLRIEALKIDQYIRICMTEKCTRIEECECWCWRCSSGRSITGSVF
GWLLDAEATPCKLINRTHSYTLLISLMCTCNKHIMYMHAWACQQVLGYCVNQHKVKNEFLYSIYFKYLSSSTSALVTLIN
RSISHFFQNTPKPDMETLDAIGDGEMFALENKVAQLYLEPRLAKMLLLTMKLGLATQGMIIVAMSKVSDRLFVRDQRKLQ
FCDPRGDIITMFHVYVEWNRIPQKERLKWCKTNNIKPTSMQSAHSNYNELRDAVRSAMPDNCVEDLDVSSKVLDGLSWAI
LESYGDNLCVFSGCVHVGYHLVRDPATILHVHPSSALRIFGDLPQWVVYESVIDTHKKYMSNTSTVSENDLLKFVSKNEQ
LEDIQTLRDSLVMEPVLFDEIGSFTLSKFCGFRNVALEDFKAQVSDICSGPVIIEVTEGEGCYRVVLKQGFLVNELLLGG
DFRGVVIQCTKFTREEVRSILEKYGPLEKLIQFDHSRAWGKAVFMKSEHAQLAIASTVLNIHPDNSNQEITECKITLEWC



LRSNTGLGFILFDGSDELHNGHLLLADGQYPVRVHSHRVNQLNVQRIPVLGFNETNLRDYMITRGVDMTHVEKVILYKQQ
PKDCFKLRTKIERFLVDKNFDMTLFKVVVPTVTVKNFSSRAFVLVVDENTSTCIARILSEYGKQLSYTLAMVDNRLGITY
RVSNNRHQPEGRFVIQLNAENFRILNEARKEIDVVVRDTSAAVRRFALKDEGYKSLRTKEGCDFLKGREKKNKLQIKMDT
LTHTVAFFGDLVFVSKAMKTLENYLANLEKTLFHEIDLKGLPRGLMKNLVVTYGYDLKKLQRKTGAHSLDLRVLKQVLLF
CGSSTSFKLLRELLREEVEKLDDRGEFNEGHACPICKRPIYETRWYILEACGHTYCKSCIQMFLQNACQVGERPVKCVVD
GCNEGLCLADARNLLGRSEEVLQDVAATALKVFVAANANKYKFCRKADCIGVYKIRRRPRLFKCPVCNEQTCAACHEDAH
PGRCVAMWRAFSTGFTSRHSRSPPSLESVPLAKMRNMLSDCTRAF*                                  
>Ctel_96432                                                                     
MFEEDSENEVEDEDEEEEEEEDDFVDMGMDAEASGTHPKHDEEDFPFQVLTADEIVKHMVDCIKEVNTVVQIPATITRIL
LTHFKWDKEKLMECYFTEDQDKLFSDAHVVSPFRKSFTPAAAAQAASSSEIMCEICFLMIPPTELTGLECGHRFCWQCWR
EYLTTKIIDEGMGQTISCAAHGCDILVDDQTVMYLVTDPKVKLKYQQLITNSFVECNRLLRWCPRPDCGHVVKAQYYDCK
PVKCKCTHIFCFACGENWHDPALCRLLRRWIKKCDDDSETSNWIAANTKECPKCHATIEKDGGCNHMVCKRCKLDFCWVC
LGDWEPHGSSWYNCNRFDEEGAKKARDAQEKSRHALQRYLFYCNRYMNHMQSLKFENKLYASVRVKMEEMQHHNMSWIEV
QFLKKAVDVLCQCRQTLMYTYVFAFYLHRNNQSIIFEENQKDLENATEQLSEYLERDITSDMLVDIKQKVQDKYRYCESR
RKVLLDHVHEGYEKELWEYQDGN*                                                        
>Ctel_180577                                                                    
MALFSAGEGGRVQLAVDPVMTCTLCLEEKALRAMYELQECKCKYCTTCMKAYLEVNIHEGYIMSITCPDAACHRSGKLKI
SEIRDLVEPEVFDKYMRLKFEREVEIDPHRTFCPEVGCETICHVCISSGSAGGPSTSSGSIKPRPVMCPTCSLQFCAVCK
AKWHGELTCDENMKLGSKEEEGIPFQSPADADIKRCPLCLVPIERNDGCAQMMCKRCKHVFCWYCLASLDNDFLLRHYDN
GPCKNRLGHSRASVMWHRTQVVGIFAGFGVLLLVASPFLLLAAPCILCCKCKASKCCDDDDLTDTLPSTS*         
>Ctel_112704                                                                    
MGSSSSKFRKHLQNGDEYAALQLYTNNGDLRKGLDPNCSYGDNYNHDTPLHFAARHSMKSLLRIFLFELGGNPNKKNNRN
ETALHGICIFPQCNNFVLQQRRSECLALILQWRGATLQDGEVEKVDLGAQDEKQNTALHYAAASGLKRCVELLVSHNAPL
FIENGQKQTPCDCAEKNNKNQIALFLESKMVFTAEQENIDEDAIMDEIDADECYSGLRAQDLQEAKDQLLVETSDMLRVP
LFTAEALLRNHEWSREMLLEAWMDDPIACCDKCGVVPPSSVLSELPTTAIQNDLEPVLTPSPSQVTSTVCDICACTIPSP
EEPVNMTCDHQFCRSCWERYLTGKIIEGEAHNIYCPGYECCRLVPVEVIETLVSRDMARRYLQFDIKAFVDSNPSIKWCP
FPGCGRAVRLPDSDNPLSPSFRGLNDMRTGNEVSHAVDCGNGHIFCWWCLGEAHEPACCDKWKNWHEKMGETKPEEMNGT
EEETVVAANCLWLVTNSKPCPNCKSPIQKNEGCNHMKCSKCKHDFCWVCLEQWKKHSSATGGYFRCNRYEVVKKVGEYSD
LMKHEAEAKSKRLQELNRFVHYYTRFKNHENSFKLEEPLVSTAKEKMLVLAKAVTDPDSANLETKFVEEAVHQLLKARRV
LKCSYVYGYYLDDTGYKKPIFEFMQTELEESTETLSEMIARPYLRTPRSKIIMTAHLVQRKRHEFVTAIAKGLVPPDTSP
SLKKKRKKYSVELDVSVNVTVILVSYVACRMTFAKLW*                                          
>Ctel_19796                                                                     
MSSEEMRSQASDDESDYDNNSDDEMEDVYDYYYNNANNDDTECDDNQEEDPEFFSYDLLSVEDVERLLNENVEALCKAIG
VTPSRAKVMLHAHDWNVASIVEQHNQDPNALLVKTHIIPKRRTADVPCSRNFVCSVCMQRCHTDVISTLNCGHQFCSECW
EMYFQVQIKVGISTTLECMGKDCETLVPEDFVLSKVTSPALRDKYQKYTFRDHVKSHPELRFCPGPNCPVIVRADTVEQK
RVICKHCRTSFCFRCGIDYHAPTDCDIIKKWLTKCADDSETANYISAHTKDCPKCHVCIEKNGGCNHVQCTKCKHDFCWM
CLGDWKTHGSEYYECSRYKENPNIANESAHAQAREALKKYLFYFERWENHAKSLKLEEETLKKILQRIEEKVMNNSGTWI
DWQYLLNAAELLKKCRYTLQYTYPYAYYLEKGPRKELFENQQAQLEAELENLSWKVERAEITDRGDLENQMDIAEKRRLT
LVRDFLHT*                                                                       
>Ctel_207577                                                                    
MQRCHTDVISTLNCGHQFCSECWEMYFQVQIKVGISTTLECMGKDCETLVPEDFVLSKVTSPALRDKYQKYTFRDHVKSH
PELRFCPGPNCPVIVRADTVEQKRVICKHCRTSFCFRCGIDYHAPTDCDIIKKWLTKCADDSETANYISAHTKDCPKCHV
CIEKNGGCNHVQCTKCKHDFCWMCLGDWKTHGSEYYECSRYKENPNIANESAHAQAREALKKYLFYFERWENHAKSLKLE
EETLKKILQRIEEKVMNNSGTWIDWQYLLNAAELLKKCRYTLQYTYPYAYYLEKGPRKELFENQQAQLEAELENLSWKVE
RAEITDRGVCVNMRLG*                                                               
>Ctel_228754                                                                    
MSSRLTLPARKMLVEHLCSASVLGINNEIKQWTAFKDCFSVVWLQGTVQEVNEQSDSFQLDDGSGVAMVTKVSTVHPGCP
KPVSDTGTTVLIPYSQNFLAVMATEEDTRPECWPMNLAEQQDELCALESIFADDGALSVSVIPSEAEGEGGASVDTPEIG
TQYALQLLIPVHQSTLILHILMPYDEEEPDAAASAAANGQQKPEFSRSESGKRWHTSVQVEHLPPLVLQVTLPWDYPSAS
PPVFTLSSLWLGSKALSSICQQLDKLWENGMPVLYAWYAWLQNESMAFLGIQDELKLMTLDEEKDLQVCRDFRALPEFND
LQRDLTSLVRFDYEKRRRVFCQSMHTCGICFDEKLGSEFFLISECQHHFCRDCLTSYCQMHVRDGTVTQLRCPQDECKVS
LPHPVLANVLGQEELIRLERLQLERALDAMDDVQWCPRCMFPVILEDDGKFGSCTKCFFTFCVRCKDAWHQGLPCKTDVA
RLAEIEKKIAEARERDKSNAEKMRMIKMELESYETVRKISQPCPKCRAPIEKNEGCHHVVCTNCHTHMCYRCGAAIRGYD
HFQSSCELFDVDNIPVRNRIQPAINERLIGIQVELRVDPMAHERLVQCPRCRQRNMKEARNNHMRCWACRANFCFLCKNI
FVKLQEHFIMGGCPQHSG*                                                             
>Ctel_79139                                                                     
MQCPLCFRLYCSLCFDAYHGWWSCESARKSSKMTTKINAWMSEDKDGRKKCPKCRIVIEKNGGCNRMICSVCSRIFCWVC
>Lgig_52443                                                                     
VGELSIPEVKDALKKCKGNIDDAVQECITHRKLLYTQFNFDETIPREDVLQTILECNGDSEQIETKLNQIALQPFMDRVW
EDEDGSEYSDICNSVSNSRRTRMVFMEGKLKSWGRAETVIKIVDEELSKSCLEMSSLEDVIEACRNCLGFKTSLGYLQQE
CEICYTKFPMNKITSLNICQCKLCIECMKQHFEYCVKDMNVKRWSCPVCSRPNMADYDTAQNYLAFLTILIRNYCDEPTQ
DLFDKKANLWSIQQDANFRWCAHCETGFIYQGNQLCMTCPNCYKKTCFRCKKEWEIQHENITCEEFEQWKYDNDPNNQAF



GLANHLKENGIDCPSCKMRYSLSKGGCMHFTCPECSHEFCSGCCQPFYHENTCPLECVGKGLHCHHPRDCFFFLRDEEPS
TLQELLQMHAKSFNTEVSESSSGCPVMEQKERSHSSNYDEACGKEVKEGWAGLCIDHYKEYLVGLINKHNLDPLNVIQAE
E                                                                               
>Lgig_55132                                                                     
GDNIECGCCYGEQPFEDMVQCYDGHLFCKSCLQSYVREAVFGSGKLDLRCMTESCDTNFPESQLQCCLETDVLEKYQERV
REENLNLADLEDLVRCPNCEYAAIMDSGDKVFRCQNIHCLKETCRFCKEEWKDHIGIPCEELEKKDEAALRKEYEEKMTA
AKVRTCHKCKSQFMKEEGCNKMTCRCGATMCYVCRKPTIHYDHFCQHPRDPGSNCKKCKACSLWTNPEEDDQRAVSEIQQ
EAQQKRREK                                                                       
>Lgig_66730                                                                     
RAKMPCGHAIGPESLTAYCRSLLTAGKYEFRCPHVDPTYCGRLWEFYTIKKLAVLTKEEKKEFETKLAENYLFKGVKIQE
CPRCQSYCERKDSKSVRVICPICTRQKEELYEFCWFCLKTWLTNTTHDCGNHGCSGEDPRIRLLRNAPKKSIVEVPNCPS
VRSCPKCGLLIEHIKACKQMVCLCGQKFCFICLK                                              
>Lgig_73005                                                                     
LLLSGQRWVSTLEISYLAPLSLQISLPPTYPSTDSPVFTLSSSWLSPVHLTALCQNLDTLWKENDHMVIIFTWIDWLENN
VLSFLGLEDSVIIKPFNNDDVDDPRAFPESVDLGHNIISMLQYNRQQIEVEFCRNDQDCGVCFDRLPGNHFYRIGNCGHH
YCRDCMLEYCQLHVSAGTVESLKCPDAECNDIIPPYIVQSVLPPMAYDRWERLVLQKSLTHMEDIVWCPRCSEPVIKEAE
DSLNLAHCVLCFYSFCTECDEVWHQVLIITAEDKLKNLEQKPGKVNNEAEQRRFEEMREKIRAEIESARLLKLKMRNCPK
CKAKIEKIAGCNKMTCRCGQSFCWSCGQTLAAGSLGYSHFTNS                                     
>Lgig_107352                                                                    
YYVYCKDCRGLNPGKLRFNCSTCKEGAFITDRGPDSWYDITVPNRISGNCQNQTCDGKMAEFYFKCGESHNDIYCKPVGL
RHIRPNSRQIDCIACGEKQSPVLVYPCPDGHVTCLDCFTRYCEVMLNERRFIHNDDYGYTLPCPAKCEGSLIQENHHFCL
MGEELYNKYKEFAAEEYALRTGAILCPGPDCGNAIYPESFHDQRKLRCADCEYNFCADCRGAVHEGDCNVQLLLPPHQDN
PVDEERAQRARWEKQSLQIISKTTKLCPNKECRSPTEKDGGCSHMSCSRCGFSWCWICETEWTTSCQGDHWFD*      
>Lgig_109179                                                                    
MIYKFPLEVQKWIIDKKLPPDGDTLYQHRIRGTGHTAYVYLMSAKSVNLTTDRHQQQFATVASLQSSELSLNTYEPIETV
KHLRHPGPSVQLSRNPGQSNIPPPKLPKPARSIKSEEPIGWICHECTYINIPTRPGCEICSADRPIDYTIPTEYVLPNEE
IERIRREEEIEREMRQRAEEERSEHLAALLQTDDIDLITNNEEFDCPICFDIIPIGAGVVLRECLHMFCRLCLMGAVQHS
EEAELRCPYQDEKYTCESSIQEREIRALVNKDLYQQILHRSLVTAESQEIHSYHCATTDCVGWCIYEDLVNFFECPVCKK
ENCLTCKAIHEGMNCKQYQEDIKLKAANDTSIRRTKEYLDLMVEQGNAMLCPQCQIIVMKKDGCDWIKCSVCKTEICWVT
KGRRWGPRGEGDISDGCKCGVNNIKCHVNCGNCH*                                             
>Lgig_133000                                                                    
MDDDEDEFDTSYYYDNNDDLDLEKPKKSDDPEYFEYELLKIEDVERMLNEEVEALCTSLKIAPSLAKMLLHAHGWRRSQI
IERHQMNAEKFLVESRIVADKKNISQVQFIFSYGGGDRPGCFLLQEVITGTTHTCSICVRELSKSEFQSLSCHHIFCNEC
WDMHFGIQISKGLTTGIECMGSDCKLLVPEDFICSILKDPSSREKYFKFSFSDLIDSHSQLRFCPGPNCSIVVRAKEPKS
KRVECKSCKSTFCFRCGIDYHAPTDCDTIKKWLMKCADDSETANYISANTKDCPKCHVCIEKNGGCNHMQCSKCKSDFCW
MCLGEWKTHGSEYYECSRFKENPNIANESVHVQAREALKKYLFYYERWENHAKSLTLEEQTLKNITTRIEEKVMNNEGTW
IAWQYLLKAADLLKKCRYSLQYTYPYAYYLDRGGRKELFEYQQAQLEAEVENLSWKVERAEISDTGELENLMDIAEKRRL
TLLKDFLEV*                                                                      
>Lgig_134513                                                                    
MGSASSKFRKYLQSDNEVAALQLYQNNGDLRKALDPNCSYGDSHQHETPLHICSRHGMRSLLRIFLYEKGGNPNKTNNHK
ETVLHCVCMEKNSQFYNVQRRRLDCLAMVLKWKGATLQDEEVEKIDVAALDEKNNTALHYAAASGLKACVEMLVQNGSPL
FLENEDNHTPCDCAEQNGHNEIALYLESKMVFSNDGIQEEEEDELSNVPVEEYCGLRAQDLQEAKDQLLVETADMLSVPL
FTAEALLRNHEWSREALLEAWMTNPVHCCVKSGVTTPSTIYSDVPEVQEELSSPLPSPSKPLPTGLESLCDICTCLYTPT
EDSVQIVCEHHFCTECWERYLNLKIQEGDAHHITCPAYDCPMLVPVDIIERIVSRPMARRYLQFDIQAFVESNPDMKWCP
YPGCGRAVKLPDLDGSAASNAGHPRIPTDTSRAVDCGNGHYFCWECLNEAHEPCSCDNWKKWYEKVAEVKPEQMSGTEIE
TESAANCLWLVTNSKPCPNCKSPIQKNEGCNHMKCSKCKHDFCWVCLEQWKRHNSSTGGYFKCNRYEVVKKVEEKTSQVL
TEAEEKNQRMQELNRFVHYYTRFKNHENSFTFEEPLLRTARNKMMKLAEAVTDPATANAETKFVEDAVHQLLKARRVLKS
SYVYGYYLDGPGYKKIVFEFMQTELEECTEILSQMVNRLYLRTPRKKIIDQALIVQRKRLEFLIAISKGLVPPETPPSLR
KKRRRKYSMELEDVSNIFI*                                                            
>Lgig_135674                                                                    
MKITNIVQFKTIFTATQSDELSNEDEPFEWISREKDEFCNICYEVLEESSSTALQECGHWFCNICYKEHLESSFNLGLQK
ITCPEYNCDKVVDLATMVSLTNIRDIQRMEMRAAETSTSASSIKWCPNQLCGRMLQLPNGASNISVCQCGTNVCTDCHKE
GHWPASCEHYAFYRKKLDDFKDDIFVNAYWIPNDVQLRGKNCPKCKRFIVKNGGCPNMMCVCGEWFCWSCL         
>Lgig_138098                                                                    
MDPRVPLGLCQLWLLPEGSYIFSNFVSVGLEVVCDKCELRWCFPCHGPWHEGLSCKDYRKGDRLLQMWALEMKSGQVNAQ
RCPRCKIFIQRTSGCDHMTCSSCKTSFCYRCGKRYRSLKMFGNHFSRYSLFGCKYNLLPQRPGARRFVRGAVFGMYSFSC
GLGLI*                                                                          
>Lgig_140009                                                                    
IKKLAVLTKEEKKEFETKLAENYLFKGVKIQECPRCQSYCERKDSKSVRVICPICTRQKEELYEFCWFCLKTWLTNTTHD
CGNHGCSGEDPRIRLLRNAPKKSIVEVPNCPSVRSCPKCGLLIEHIKACKQMVCLCGQKFCFICLKKADASGKYTCGAYN
FKCQIAAIQTKLA*                                                                  
>Lgig_142005                                                                    



MENFQNVLTCHHRSCRDCLKQYLQIEITESRVNIACPECAEKFHPNDIRLILQDEALMQKYEDFMLRRILAMDPDTRWCP
APDCGFAVIATGCAGCPKIKCERNGCDTFFCYHCKQYWHPNKTCDAARAERSPNVRSNSIYSHENGANNDIKPCPRCGAF
IVKMNDGSCNHMTCAVCGAEFCWLCMKEISDLHYLSPSGCTFWGKKPWSRKKKILWQLGTLVGAPVGISLVAGIAVPAMI
IGIPVWVGRKIHSRYVCDSKHKRRLAVTGGVTASIIVSPIIAGLAVGIGVPILLAYVYGVVPISLCRSGGCGVTTSQKGG
VRFEFDETDANATRDNHSVETVPHVANPSIAPSIGEASVGMTGSLSASGSHLDRVGILRDESDRDSTSNRAIASASLNGS
LCGSAYAAVIGYQNK*                                                                
>Lgig_178640                                                                    
MGNAEQSAANDRQDEEEFHYNVLSADEIVKFMVDTIKEVNAVVQIPATITRILLNHFKWDKEKLMERYYDGDQERLFSEA
HVVNPHKRDSASGRSRQRVTRSNAGNEELICEICCLGKVSADMTGLECGHKFCAECWTDYLTAKIMDEGMGQTISCAAYN
CDILVDDATVMSLLKEPKVRLKYQQIITNSFVDCNRLLRWCPAPDCGHVLKVKYYDCKPVKCSCKHIFCFACGENWHDPV
RCVWLKKWIKKCDDDSETSNWIAANTKECPKCNVTIEKDGGCNHIVCKNHNCKADFCWVCLGPWEPHGSSWYNCNRYNED
EARKARDNQEKSRSALQRYLFYCNRYMNHMQSLKFENKLYASVKTKMEEMQQHNMSWIEVQFLQKAVDVLCQCRQTLMYT
YVFAYFLKKNNQSIIFEDNQKDLENATEQLSEYLERDISSEMLHDIKQKVQDKYRYCESRRKVLLDHVHEGYEKDLWDHF
DTF*                                                                            
>Lgig_153084                                                                    
MSVSLVTLLDTILGPHSERTILSIEDEPILDLESTTLNFSDIQKAEQAFKQLRELNCQNLLCTWNPVDRRIESLKKYFND
FELHSSDILKTHHEKIYNIPKQLETCTFDEKEALKMREEELVRQLKEFTSFSKTVRKSLRRSILLEDDQSPTDAAIRTAI
ETLEELGSIKDDRITDVGKWLVKIPLEPRFGCMIKKGYQMGFAYDTIVFTALCSSSGSIFYRGSNEQQKKRSDLKKLTFC
DSKGDAFTYLKIYKEWQQVPENKKNKWCFDNALNSKSLRRARELVNEICSIFKHNWSIDVEKSFSSEVELEEALHKIILF
AFYANIAHSLGHIRIGYYIPNLRQRVFIHPSSVLNALNDSSQWVVFINILKTSRDYITVVTPVEESWIRWVTLLKTKQFD
IDEAKRKSVCSVRNQFFGSTTYSFFVGPAYTNLRAYEDLLYESVQVPVVIEADRKIGEVKFICGFNAALPGDLVDDWIAE
ARSHVIQRTAEYKVGSSNQGGGVRIVLGLGGEGQFILMPDEFRTVHIKSWDKETSKETVVDKFKRFGQIVDCWEDKRSYY
NWGRVMFSTPEAAAEAVRITQDDPKGSAAPEFKIKKHASFQYQATIEWLRRKPTGIVFVEMDYSEAMSLQSLREVQILGQ
SCGISLDKKKPGSLRLHGVPTIITEHDIHNCFPHYSINKINILREKTYTNSNELPNFQQQIRDQFQEFDEDMKFVVDVMK
PHDNNINFKAFIKFDDVSQGTMACDALQERLTINGQKAKVVPTLTTSLSASEHVYQLLENKIQDFLAESKENGTEFNVNI
KQSKTERRVLYISALNSNDLVQIRIGLSAVMRGQVIECWRNENNRYLFMKSGRKFIHNLEKRTNTIFQLDNRQLTLRVFG
IENNIRMAQNAIDQYVRNMVEVGRSREIKLDGESKPKGLIKTLVTRYGLELEDFVQESGLQSASLNHRNKSLKICGDSAT
MEKAAGFIESLAAELRSKTTKSEREEFPECCACLCPVESMDHMYRLDACGHVYCLECIKQQINVAVYRKELPVLCADCQD
PLVWSDFDFCFKRLQINPLDLVNTAVFVYMTKNKDGYQHCPTPDCPVVYRITEKGDIFICNECEMRICTSCHVEYHDGLT
CAMLKSSLAESELEKYLTKNASNVKKCPKCSTPIEKIEGCNHMICNACKIHFCWLCCEAFTTEQSTYDHLTAQHGGIFDY
PDVL*                                                                           
>Lgig_157076                                                                    
MGDLEEQQDELLALESIYDSSVLSIINEADDKGGQFDAKPHLPEPFYIQSDPIEKGCHSKEDNLQKIQYLPPVTLNFQLP
IDYPSTSSPEFTLTCKWLTHKQLSKVCKRLDELWEENTGTVILFTWINFLHEELYDFLQLSSPLDIRNIVSNRTGKSVTT
SSSSSVIDKSCDLRCIQDIESQDWLLVAILDYDSQMKTDVFNKSVFLCNVCFQTKPGSSCFQFNPCCHIFCRECMRDYFE
IQIDDGNVQGLICPHDKCESEAHPCQVKNLVPEEKYSRYDELLLSLSLDMMMDIMYCPRRLCQCPVMLEKDCNIGQCPSC
QFVFCRLCKLVYHGLTPCKLKANELKTLKDEYENADSEGKKLLEKKYGKRIIEQALEESITREWLENYTKPCPACGFHIE
KADGCNKMTCTKCKNYFCWLCGDSLSRTNPYSHYNIKGPCTNRLFEGMENEFDFDDPNFDWF*                 
>Lgig_159405                                                                    
MAYLFDGACDLNIDFLKGNSFLPIQGIWLSMCDNLLLNRDPYAPPGNYCPKNKLVNDMSRPNKGAQFCPGNSRGGRGGGR
GRRSHTSRDRGDHGNPNDRFRDEGRNFHRQDSRDSNLYGNDSRRDRDYGPDYRTRDGDMNYGQNRRQSPNRYRRHSPNRD
YRHDRRDSPNRDYRYDDNRDYRQDTRQSPNRDRRHSPNRDYRYDRRDSPNRDYRYDDNRDYRQDTRQIPNGDRRHSPNRD
YMHNRSNKPNTDYRRDNRQQQQPIFDGYSLPPSYQMIHNQPSFPLPLPGQPLLPNPVPPLMSFTSPPPPLYYAFPNMPIH
DTNLIRLDSTSNQSLASNSSRQSTPPQFPNKGSKDGFQGRARGRGRGRGQGRGRGQGRGRGQGRDARRRESSTTSSKGDC
ELDSFGSDVSREPEKIAPKTEKKETFLFFIFKGKSDESFDYGAYLKSRTGSLTSIEYDIQAIMKTGNSKVVLGLFHSKAS
ANKVIKYFRKTNSSSEIEVLCYTRDLLPPIYHDLAHVNLEKKIKKTKIQEKEASKGQESAQATKKKTKKKKKVESTPEIH
ETTLYLSIDDALKSQDAVGFIRARMGTGTIYPFQLVSSVLSEDGSSTNIEIKVQSEAIADIVIRQLEESNTNSPTNVVCS
LIPISTESTSKREMIQQVLSGIKTKSKQRIEHHELKINDANNRLEEFVISPNISVKEYNRKVAERDAIKAKLEELKSQKL
EYQNYFEKITADISKSENIENFKEYIQQLSKQFSIECCRLDTALPIYARRSDILSCIANNQGDFVESPSQDALNSALKTL
VQLNAVKDGKITDHGNWLAKVPFEPRLSSIVKKGFDKGFVYDALVLASLISSGGSLFYRGGSDSEKDNSDLVKTQFCQHQ
GDCFTLLEVYKVWIAQTDDKRNKWCFDNYVNNKVIRGVFETVSEISGILKRELGIEVKKEFSQDQGLAESFQKIILLAFT
ENIAHFTGHRKAGYFVPSLDQQVFIHPSSSLKVLNDSSEWVVFCNVLRTSTDFITTVTPVREEWIQGMMKLHFDIENVKS
KRISIVHTEYFGSSSFSMFVGPRFTKLRKYEEMLTQICGCIVMIDADRDRGEVRFYTSSLNETAKQVIAKWRHEAIQPVL
MKTEEFQLGSKRTRTGGVRIVLGKGGEGTLLLMPLDYRSVYITKPNCKTSSKENIKEKFSKFGEIVDCWEYKRPDGRWGC
VTFSSDVAARLAVKETENDNVDVAIPDIKQSERRITVKIDVNDASTGLILRRLPPNTKEAEIKESLCNSLSFISEEAKAN
IQRVSVVREKVQATSVDDIDNIKRAISVYISNYVNGQTGFVVDVVKPKKNTDINFVAYAKFYSAEDGYLACRGLNGVMRI
NNQPVTMIPDVSSSINISQQVYRIMKSSIDEAVEALHKTLDFKFHEKELNNGRVILNLYSKSSSDLAQTRAILDGILKGE
VIECWRNENYRHLFLRHGRQFVQKVEEKTQTVIIMDERTNSIRIFGPMAKFATAQMELQNYRNDILNGGWKEIDLRGPRR
PRGLMKTLIKQYGLTLENLVEDSGLQSILLNHKRQTVKIIGESGAVEKACQLIDGLSDSLLETFHYANNSESAAGEPGDE
LPECCACICPIDSLAELYRLENCSHAYCLGCFKQQIQVAIQSKDLPILCSEESCQEPFTWVDFKHSFTKVQIDPRALIRA
AVTKFMLKSGRGTYHHCLTPDCPVIYKTNTENTQYICEECGIRICSSCHIEYHDGLSCAMYKSQERDKEEIEAYLRSHAD
TIKPCPQCEFPIEKNRGCNHIVCHACKVDFCWLCTATFVSADECYDHLHQKHGGIADIGDILYD*               



>Lgig_166714                                                                    
MGFVYDTIVFTALCSYSGSIFNRGSNDQQMKRSDLKKLTFCDPRGDAISYLKIYKEWEQVPEGQKKKWCVDNALNSKSLQ
GACELVDEICSIFKLNWSTVVKKTFSTKVELEEALQKLILFAFYENIVHSLGHARMGYYIPSLRQRVFIHPSSALNSLND
SSQWLVFINMLKTSRDYITVVTPVEESWIRRITSLKTKQFDIDEAKRKSVCSVRNEFFGSTTYSFFVGPAYTKLRAYENL
LYESVQVPVVIEADQKTGEVKFICAFNATLPGDLIDDWVKEARSHVIQRTVEYKVGSNKQAGGVRIVLGLGGEGQLILMP
DEYRNVHIKSWDKETSRETVVDKFKRFGQIVGCLEDKRSYHRWGRVTFSTPEAAAEAVRITQDDPKDAAEPEFKFHIHAS
FQYQATIEWMRRKPTGLVFVEMDFLEAMSVKSLHEVQILGQSCNITIDKKKRSTVLFHNVPTMVTEQDIRDCLPNDSQRR
AITKINIIREKTFTNPNELPNFQQQIHDQFQEFDQDMKFVVDVLTPSDIHTNFRAFIKFNDASQGTMACDALRGRLTING
QKANITPILSTSLSVPERVYQLLEDKIEDFVAELKASGTEFKLDSKKLKNDRRVLSISASNSNDLVQIRMRLAAITQGEA
SGLKSALLNRNNQTLKISGDSASIEKATGLIELLAAELRNKITRSESEELPECCTCLSPVESMEDMYRLEACGHAYCLVC
INHQITVAVQNKELPALCGKCQDPLVWSDFLFCFKRLQINPLDLVRSAVSLYMIRNIDGYRHCLTPDCPMVYRITKTSDI
FNCNECGLKICTYCHVEDHDGLTCAMIKSSKEANSDMEKYLRENATKVKKCPKCSIPIEKEYGCNHMICEACKIHFCWLC
CEVFTTEQSTYDHLNAQHGGVFEY*                                                       
>Lgig_169631                                                                    
MVLKFGKGGISTGSTLRLTNTAKFLESASVFYSLNKKGRWKLPEIIEEKIQSELPSADVKVTLMKLHKLHRKNNCIGYFT
NKGSVKSVVPKKTKYVNRLSVVNVNRKPFRNRRRRRNREVEPDRNIADDNEIKYHIVYPTPSSSAVTHTNPQKIGHDVML
NTHNLGKTAVRSKCRKWRCIERDVRCDMDYTDYDAVDEDSGFDTIEEVHQSQKRSSFSEYFESALGRPSDIRIKTRRRPV
KKLRKLRNKPMLHYLETQVMEVEEENSEFVYSRPPTTECQPVDVLISNQESNPDHLKTKYGDKVTFAQCEPRTFIIDITN
EVGSCLKSSKAFKKVIFKKLELATFLVFSLKSTVDPDYSLWEVQVNLPTKLTSIRISALIDNIRKLDVDDVISLTTRYLE
TIPDECFYRKALLPITKTPFEKLNTIDTFAQLRASNCLLDDLAQPATGVLSDSNQNDALSEWIQSLKEDSVCNICYTDVS
PFTSLRPCGHIFCNECWKEHLLSSFTFKSKVVCPEYKCDQEVDVGTMLRLVNIRDIQRSEKKNMNTKVESSSCMKWCPNQ
KCERILQNYDLKQDCVILCDCGMFVCFECNDERHWPASCDEYASYKNKLNAFGGDVLRSDFLDIPRLKVRGKPCPGCKAF
IIKNRGCPSMICPCGCRFCWSCLTPLRNHTYSNCGQKNEQEGAMVHEFVHIDKKVVGNPMKSKLYSRAVAFRKMRREKHI
KDLWSKTLGLKVRISKWLAKHDVSFGDFGLLSEQQFDELFSDVFNVTMELNYLSEICLVILDSKAKIRNRVLPNLRCSFE
CLEFYGRMLNDILMDSDLKNIKSPKKLLTELISLRQTAKGFIASTVHVIKHFRNYESKR*                    
>Lgig_170487                                                                    
MVFKRYKGVIRSGNTLRLTNCGYLEQYSKNSTIEMVGSSSHAECFDDQGMKFLDSFNVCYSLNKKRRWNLPEIIKGQLGK
SLESLDCSVVLVELHCIKGLNNCLGFFSNEGRIRQLIPTKKKYLNYGSVINVNRTSKLTDSSSECGQMTMGGNHDLADDS
TNNLLYRAVYPADINSSNIYSDPTIAKYKSRGKPWVSLSDTASKSKIPKCKKRIVNLDEHILVLDEEQEDELRFNTRVAS
DGSYKPTVLVYDYLCHKSRTRTSRSPRRRHRGAKRKTSMPVKLFFIEDGNESSSDDNLPDEGFIDDCPERIVSMDSENNE
DTNFVPVRVVLPKEDVSTEHLNCRFQDKVSFPKCRPRKFCIDIQNDVILTLKKSVFFKKVVWQKLDLSSYLVFSFVGIYD
TLHDVYEVNINIPNKQTIVRIDTMYDMMVIDLEDVYFRTLKYIEGFLLPETFIDKEKLHLKARLSLEFKTIFPITVKETN
DQDLNDVMNEQSKNNSKHLVSNTNENLENHEMVLDGAVKFCGICLKGLADIAATYLQECGHCFCNTCWKEHLHLELLQRK
DKINCPDCEEVVDYASMLTLANIHHIQLWKMEQLAKRCAFDTKCPNIQCGLTVRAILKHNVGVCHCGAVVCLTCGMEGHW
PATCDQYEQYSRKIDSSGMRTKSYFEHNKTQPGKNCPTCHKFLVSKSRSPFMVCAHCGQDFCWSCLTPEEKHPNDRYWCY
KMEPTEGTHLQIVTDILGDFTVGDQYYVRAVKSRKMRDPKHIKYMHRLVSRARSKILWWDHKNSVYQKLLVYKLFADIVD
LIVELNFASEFCFVILEYERRRHTELMFGVRDIAPRLQTISFDLYDILSSLHTQNRRKTLFKLQQLKNSGQSTLVSLLNL
VCKHRAC*                                                                        
>Lgig_170557                                                                    
MYSYHQSESATELKVKRKHHSFKDPYENRQYEGPDIPPYGGTDAESSTNEVTSHMLTYSGPLSSRPVNCERKPSALAFNG
NDCLRQPGESGDTKNVEENHLSNSNRGKLAQHTKFFTRQEENDDSKQSKKNETPNLDQSNDSSANVDLIETNRLKSYVHL
KSETNQKVSHHSIPSLQPEDNDSFYQVQSKGNSQRNRSRRRKSNNHEATKNNQKAFHHVISKTSSHQQAICHSKTERNES
SCQDQSKSNSLNPDRNLTYPKGTKINPPIIQDKSIPSKVHLPNHFQKIVTCPKSKPSRNFYVLLLRGELSISFVALLDII
LGPDSKHNLLSIDVEPILDLESTTINFSDVQKAEQALKQLREFNCQNLLCTWTPVDKRIEILKTYFNDFELHSSDILKTH
DEKIQAIRKQLESCAFDEKEALKMRKEELILQLRELTSFSETVRESLRRSILLEDEQSPPDAAIQTAIETLEELGSIKDD
RITDIGKWLVKIPLEPRFGCMIKKGFEMGFAYETIVFTALCSSSGSIFYRGGNDQQKKRSDLKKLTFCDTKGDAFTYLKI
YKEWEQVTEKRKNKWCFDNALNSKTLRGARELVNEICSIFKHNWSILVKKTFSTKVELEEALQNIILFAFYENIAHSLGH
NRMGYYIPNLRQRVFVHPSSALNSLNDSSQWLVFINILKTSRDYITVVTPVEESWIRKITSLKTKQFDIDEAKKKSVCSV
RNQFFGSTTYSFFVGPAYTKLKAYGDLLYESVQVPVVLEADRKTGEVKFICAFNATIPDDLIDDWVTEAKSHVIQRTAEY
KVGPNNQAGGVRIVLGLGGEGQLILMPDEYRNIHIKSSGKETSKETVVDKFKRFGQIVDCWEDKRSYYRWGRVTFSTPEA
AAEAAMSVKSLREVRILGKSCSISLGKKQHRPVLFHKVPKTVTEQDIRNCLPNDSQRRAITKISIIREKTFTNPNEIPYF
QQQIHDQFQEFDHDMKFVVDVMKPYDSNNNFRAFIKFNDASQGTMACDALRGRLIINGQKANLTPKLSSSLSVPEQVYQL
LEDEIEDFTAELRENGTEFKLDSKKLNNERRVFNISASNSHDLVQIRYGLAAIVQGEVMEYWSNENNRYLFLKSGREFLR
SLEKRTITILQVDNTLLSLRVFGLEDNILMAQNAIDQYLGNMVEGDGRREIKLDGESQPKGLMKTLVIRYDLELEGFVQA
SGLQSALLNHHNQTLKISGDSASIEKATGLIESLATELRNKITKTKSVELPDCCSCLCPVQSMDYIYRLEACGHAYCLDC
IKRQITVAVQSKELPVLCVNCQDPLVWSDFEFCFKRLQINPLDLVRTAVSVYMIRNKDGYRHCLTPDCAMVYRITKKSDV
FNCNECGLRICTSCHVEYHDGLTCAMLKSSSDVDSDMEKYLRENATRFELTILNMFELTILKMFELTILDMFELTILNMF
ELTILDLFELTILNMFELTILKMFELTILNMFELTILDMFELTILNMFELTILDLFELTILNMFELTILNMFELTILNMF
ELTILNMFKLTILNMFELTILNMFELTIMNMFELTILNMFK*                                      
>Lgig_170560                                                                    
MDRILPEFLKKLWRNHNNGDRDKADPEEGRDCTKIDIFDNVLFDPLPARTPSSDQQTNGSDIKNVAKSHDKIVIAETRNK
YDWKILPYPKESTNKFKSDGRLTTPSKQSSFRQYDPSASSRYRPTLMSESPTELDRTERRREHRETLKDSYPNKQFDGQN



IPIKPRSTLDNKAKPALSTNSFTKNEVGLPHQSRENRGTQNGSLSSRSFGSSDLSNDEEARLQHTREVLKRTTDKIRKSE
SKESKTCTDYPGIRLSSTSFGSCNISNDKVATLQHRRDVLKRDTGQIRKSDRKESTLCRPSAYPVVPKRNEFCDESKKNT
KCPMTQYDHLSSTTRLSFESSDGTDVDTSKSRVNYIKMISPRPFIYRQSNSLENKTAKESGNGSSSTKVIDTYTKKIHDS
RDGYQQFNMETSTVDTKYKGVATDKRTPTDKQPIVDKQPLVDKRPPVDKGNATDKRKPVDKQPVDQRTSANDSSEIDKYT
KKNHSQLDKLLSDCVEKSRNDCLKKSGKLCDAENAGEHSLSTLEIGTLAKYHSQGARPKDSSFINKSKNMSPNLAETSGG
RNDVKGLEPTSQHTKFDTRQEANDHSKRSKNNETLNLDQSKVKSANPDLTENSRRQSYVNRKSETNQKASHKIIAATASE
QKGSTSLHERNNSLNQDQSKSKKKRNRRRRKSNNHEATKDNHHVTSATPLRQPEIGNSQPLERSQSSSQNQSRSNVVKNP
KKPETTPINPTIIQDKPIPSKVHLTNHFQKIATCPKSKPSRSFYVVLLKIEMSVPLVALLDIILGPDSERTILSIEDEPI
LDLESATLNFSDVQKAEQALKQLREFNCQNLLCTWTTVDKRIEILKTYFNDFEFHSSDILKTHDEKIQAIRKQLESCAFD
EKEALKMRKEELILQLREFTSFSKTVRESLRRSILLEDEQSPPDAAIQTAIETLEELGSIKDDRITDIGKWLVKIPLEPR
FGCMIKKGFEMGFAYDTIVFTALCSSSGSIFYRGGNDQQKKRSDLKKLTFCDTKGDAFTYLKIYKEWEQVTEKRKNKWCF
DNALNSKSLRGARELVNEICSIFKHNWSILVKKTFSTKVELEEALQNIILFAFYENIAHSLGHNRMGYYIPNLRQRVFVH
PSSALNSLNDSSQWLVFINILKTSRDYITVVTPVEESWIRKITSLKTKQFDIDEAKRKSVCSVRNQFFGSTTYSFFVGPA
HSKLKAYEDLLYESVQVPVVIEADRKTGEVKFICGFNVALPGDLIDNWIVEARSHVIQRTAEYKVGSNNQAGGVRIVLGL
GGEGQLILMPDEYRNIHIKSSGKETSKETVVDKFKRFGQIVDCWEDKRSYHRWGRVTFSTPEAAAEAVRRTQDDPKHAAT
PEFKIQKHAFFQYQATIEWVRRKPTGLVFVDMDYLEAMSVKSLREVRILGQSCSISLDKKKRGTVLLRKVPTMVTEQDIQ
YCFPQHSQRRAITKISIIREKTFTNPNEIPYFQQQIHDQFQEFDHDMKFVVDVMKPYDSNINFRAFIKFNDASQGTMACD
ALRGRLIINGQKANLTPKLSSSLSVSEQVYQLLEDEIEDFTAELRENGTEFKLDSKKLKNERRVFNISASNSNDLVQIRL
GLAAIVQGEVIEYWSNENNRYLFLKSGREFLRSLEKRTNTILQVDNRLLSLRVFGLEDNILMAQNAIDQYLGNMVEGDGR
REIKLDGKSQPKGLMKTLVTRYDLELEGFVQASGLQSALLNHHNQTLKISGDSASIEKATGLIESLATELRNKITKTKIA
ELPDCCTCLCPVQSMDYIYRLEACGHVYCLDCIKRQITVAVQSKELPVLCGNCQDPLVWSDFEFCFKRLQINPLDLVRTA
VSVYMIRNKDGYRHCPTPDCPMVYRITKKSDVFNCNECGMRICTSCHVEYHDGLTCAMLKSSSDVDSDMEKYLRENATRV
KRCPKCSTPIEKKSGCNHMTCSGCKIHFCWLCCQAFTTTSSVYGHLNAQHGGIFDFR*                      
>Lgig_181176                                                                    
MATYSVAKSSVDLAIAPMIMCKLCLMECPLQDMYELIDCKCLYCEMCVRQYLSVMIKEGNVSDITCPDAQCKKHGSLEKH
EIQKLVDKNMYERYKRLCYMEEVDLDPNRTFCPEAGCETVCHVCSSRLEENVSATPVQCPTCGLQFCSVCKSKWHASKSC
DEAMSKGRQEDLGIPFSSSEDAKIKRCPVCHVPIERNDGCAQMMCKRCKHVFCWYCLTSLDDDFLLRHYDKGPCKNKLGH
SRASVIWHRTQVVGIFAGFGVLLLVASPFLLLAAPCILCCKCKICK                                  
>Lgig_231563                                                                    
MSRPNKGGSVPFKSRGGRGRGGENHTSRGRGGHGNPNDRFREEGRNFHRQDSRDSNLYGNDSRRDRDYGPDYRTRDGDMN
YGQNRRQSPNRYRRHSPNRDYRYDRRDSPNRDYRYDDNRDYRQDTRQSPNRDRRHSPNGDRRHSPNRDRRHSPNRDRRHS
PNRDRRHSPNRDRRHSPNRDRRHSPNRDRRHSPNRDRRQSPNRDGRYSQSRDYKKDRRHSPNRDYDRHESPHRNRRQSPN
RDYRHDRRYSPNREYSHDRRPSPNIDSPNRNRRKSPKQTGKEPTIVNVYVNNKDINSRKPAIQQQQPIFGEYSLPPSYQM
IHNQPSFPLPLPGQPLLSNPVPPLMSFTSPPPPPYSAFPDMPILGTNLIRLDSTSNQSLASNSSRQSTPPQFAYKGSKDI
FQGRGRGRGRGQGRGRGQGRGRGQGRGGGQGRDARRRESSTTSSKGDCELDSFGSDVSREPEKIALKTEKKETFLFFIFK
GKSDESFDYGAYLKSRTGSLTSIEYDIQAIMKTGNSKVVLSLFHSKASANKVIKYFRKTNSSSEIEVLCYTRDLLPPIYH
DLAHVNLEKKIKKTKIQEKEASKGQESAQATKKKTKKKKKVESKPEIHETTLYLSIDDALKSQDAVGFIRTRMGTGTIYP
FQLVSSVLSEDGSSTNIEIKVQSEAIADIVIRQLEESNTNSPTNVVCSLIPISTESTSKREMIQQVLSGIKTKSKQRIEH
HELKINDANNRLEEFVISPNISVEEYNRKVAERDAIKVKLEELKSQKLEYQNYFEKITADISKSENIENFKEYIQQLSKQ
FSIECCRLDTALPIYARRSDILSCIANNQALLKLLQFGINPFESDFVESPSQDALDSALKTLVQLNAVEDGKITDHGNWL
AKVPFEPRLSSIVKKGFDKGFVYDALVLASLISSGGSLFYRGGSDSEKDNSDLVKTQFCQHQGDCFTLLEVYKAWIAQPG
DKRNKWCFDNYVNNKVIRGVFETVSEISGILKRELGIEVKKEFSQDKGLAERFQKIILLAFTENIAHFTGHRKAGYFVPS
LDQQVFIHPSSSLKVLNDSSEWVVFCNVLRTSTDFITTVTPVREEWIQGMMKLHFDIENVKSKRISIVHTEYFGSSSFSM
FVGPRFTKLRKYEEMLTQICGCIVMIDADRDRGEVRFYTSSLNETAKQVIAKWRHEAIQPVLMKTEEFQLGSKRTRTGGV
RIVLGKGGEGTLLLMPLDYRSVYITKPNCKTSSKENIKEKFSKFGEIVDCWEDKKSDGRWGRVTFSSDVAARLAVKETEN
DNVDVAIPEIKQSERREFQFKSRLTWLRRPLKNMAFVDVNPLHLADAVRLGWFSVKGIAVKIDVNDASTGLILRRLPPNT
KEAEIKESLCNSLSFISEEAKANIQRVSVVREKVQATSVDDIDKIKRAVSTYISNYLDGQTGFVVDVLKPKKDTDINFVA
YAKFFSAEDGYLACRGLNGVMRINNQPVTMIPDVSSSINISQQVYDIMKSSIDEAVEALHKTLDFKFHEKELNNGRVILN
LYSKFSSDLAQARAILDGILKGEVIECWRNENYRHLFLRQGRQFVRKVEEKSQTVIRMDERTNSISIFGTMAKFTTAQIE
LQNYLNDILNGSGKEIDLRAPERPRGLMKTLMKQYGLNLERLVEDSGLQSILLNHKRQTVKIIGESGTLEKACQLIDGLS
ESLLLENCHYESAAGEPRDELPECCACICPIDSLAELYRLENCSHAYCLDCFKQQIQVAIQSKDLPILCSEESCQEPFTW
VDFKHSFTKVQIDPRALVGAAVTKFMLKSGRGTYHHCLTPDCPVIYKTNTENTQYICEECGIRICSSCHIEYHDGLSCAM
YKSQERDREQIEAYLRSHAESVKPCPQCTVLIEKKRGCNHIVCHACKVNFCWLCTAKFNSAGECYDHLHQKHGGIAGIDD
ILYD*                                                                           
>Nvec_XP_001638538                                                              
ALAILEKYATNLLKPMKPINWRTVKFTSSLVRTYLENIEGSTDILRQMGYTANVQDGLSFPDNIIEPNVEKVRELAADLY
LARVEIGDLVKGKHPYFVIIKLQQIQREHESRDSGSDYEDALDNIPPGSPRPSSAQEAKPDKAAAPSSPCFICGEDKVEL
TCKDCAEDFCRSCDGVFHRNPARTSHTRMKLGGGKRPIPTPRKRSVKEPPNKPSPQSTANALIETRSLSNILAPNRAVFF
PPSYQTSSLNDEEEHIYVSPRAFLDSENPPPLPPKTTKSKPVRRQLSCPNCHCMNMENSKACKVCHQPLTERDTFFPKAN
DAKEKQPGHTSVPKTVKEQWQCEYCTFLNSLTVKICDMCFKTRTANAKLTPQTTYTQRTAQGLPSYPTLPPPPPPPPQTT
PFGYSSASHETQNPIRTDLWREREEMLIEGRRYVDLLKTAEINNFLPEELNIAITLSEGMEMGPIEWLKTKWFDLIHTVM
LRVTEKSKCADIGNISPEEARQALIEHTGDVEPAVEYCVTQRENKLTKVMDSGIYVRTDCIKELDKSNGDVDRAIRSLEL



LTLAPFRQRILERCRPVEGEGEAAPCPPSRQRRVRVMLAQKSMLSWGRALTAIKLIDENFAVEDSIIAAQDNGDLERSKK
FLQRECIVCMDLKPENRMITMLNCQCRFCSDCVSQYVKQIIQEQNIMHLVCPACSEPKNLEDDTVATNYFNLLDILIRPL
VDNPTHDLFQRKLRDRTLMKEPNFRWCSHCSSGFINERPGILKMPCPHCHKYTCFQCKKQWEDQHEGISCEQFAAWKEAN
DPEAQATGLAAHLKQNGIECPNCKFRYDLAKGGCMHFKCGQCSHEYCSGCYGPFRHGAHCPVSPHCAMRGLHAHHPRDCL
FYLRDRDPEELQQLLAENNVAFDTEEGAAAAPGHCRVMEQAEAGTEDKECGRPTPDGYAGLCRMHYIEYLVERVNANLID
PVSIMTSDQLKLALEREDQAVPQKKETENNKNFRARLVQ                                         
>Nvec_XP_001641030                                                              
MGSTSSKFRKALQRGEEIEAMQLYLKYPEIKRNLDPHLSYGENLEHNTIFHYACFYGMKPFIRDFLSEGANPNKRNSLSQ
TGGHLLCMVARGEDPAVDKHRKECMALLLCSGDCPLLYSLAFIKHFADIIFQRGNTVLHYAAASGLLQCIQLLVSHGAPL
YEENNEHQTACDCAMQGNFAEIAAFLESKMVFSDSITCSELDNDLAHIPLEELQPHSGLCAQDLQEAKDQLLVETADMLM
VPLFTAEALLRDHEWSREHLVEAWMTDAKAACEKAGVRLPEGKVWSDLLARGMEPCMICSDDLTGADVLPVALPCGHEAC
CLCWERYLNVKIRDGEAHNILCPAYNCNTLVPLETIEKLVSKEMATRYLQFDIKAFVESNPNLKWCPASQCGRAVRLPSE
AQRNLTPPPRGRGKTETPCVVVDCGGGHRFCWECLQEAHEPCSCELWTCWLKRIAEMLAKIPTSESEKTNQVANTLWLVT
NSKPCPNCKSPIQKTEGCNHMKCTKCKHEFCWVCLELWKKHSSATGGYFRCNRYEVVRKLDIEAVSAIKEANAENLRIQE
LNYFLHYYSRFKNHENSYKIEEPLLGAAKEKMKALAESAVETATSLEEVDTKFVEDAVRELLKSRLVLKASYAYGHFLTG
NKEKKTIFELIQTEVEEAIESLSQMVARPYLRTPRSHIIQATSLLANKRRTFLLALTRGLIPEEEPPAMER         
>Nvec_XP_001640159                                                              
MEAESSEYDDDEDDCGDDYYTNNFGEDDGIDFDREEDPEFFSFSLVPPEEAKQMFDTITAKASKEMQISTSIARLLLIAH
KWNLDKLLERHRIDPVGLMIECRVMPKKTLKCMPSRPTYCPVCFQRMPRTVTISLPCGHFFCDSCWSAHFASQLQIGVSS
GIECMNCNLLVGETVVLNVLKGGKLREKFINFLFNDQIKTFSKLRWCPGINCGFLVRAEEPAAKRVICSKCNTMFCFSCG
EKYHAPTDCATIRKWLTKCEDDSETANYITANTKDCPECGSCIEKNGGCNHMQCIKCKHDFCWMCMGTWKSHGSEYYECS
RYKSNPNIANESAGIQAREALKKYLFYFERWQNHADSLKKEAETQRKINQKIQEKVNNNIGTWIDWQYLLNATSLLAKCR
YTLMYTYPYAYFIENGRKKLFEYQQAQLEVEIENLSWKLERDDSYSRGDFENQMDIAEKRRQTLLKDFSAN         
>Nvec_XP_001640071                                                              
MVEEDWFKGAVNVKPCPGCGFLIEKLDDGSCNEVLCKYCRVYFCWICGEVINGLHIFTCPLYGNKKFGLRRRILNYVGTG
VGVPYLYLGAGLTITAGVVTAGVLGSPALLAKQVYEHERRLQSSATRRWLAVSGGIGLGLVGMPLLS             
>Nvec_XP_001639156                                                              
MGWNERGKYGIHHGRTLRYNERLPYFLGSNTPSEFLMKHSGDKRGFSDPKAASFLNEAYGIDDGLDIVCGLVVPNASFER
IHPIPLYSLGKRKRWLLPELVKERMMESPNDNEDDSDEEELGVCITERHVHFSHSLDCNCLSVATGKGKRGNVFKPKKTY
STKRDLNRGGVGDRLLCYEVCSATPSQSWPNYIERKFYKRWDMELGRNRDKASCKVRKNKGNRWGGYSEREIRGMAGDSG
YCSFKKKTRKQKCKEQKGIMRKKTFDLFTKRMHTPKQDRHATKFDLGSYIESVLNSKNIDNEADGQFLEDETPKRKSFKP
YEKGCAIYMETKGKSELVPAQSKPEFYEPELKTSAVINIRTQDLDPSRLQETWSELYTEGGSFPRKFVIDVKPLLSKELQ
GDRICKVLFETEVGPNKDHNSSSVITSIVTGSLDTLDDVNNNIKTDFVSTLALQKYQEGMELEDVIKIVVASASRLLPSC
KAAIRGSKCDSKSLQSLDIFNELHGWKYKVFSVSEANEKLQQDLVKQAKIRSGIDTRDWFMVSKECGICFGDFRENKMTA
LMSCGHSFCTECWEFYLKSQISRGEGDIGCPGYNCDVTLDNVTIMSLTPSWYPKFLKRKLNRALEMTSSWRWCPGKNCRQ
VVNGTELSPNSSAWSVLCKCGGIWCFKCGSQAHWPASCVEARKFYRIAGNYEKLLINERKELINSVMVKNCPSCHYPIEK
HLGCNFMTCVMCKTNFCWICLIDFKDHDRCLKEQSLKEVELTNEGTTTARFEGFLEIVRRNTFYRLPKNIGGKVKRLKLL
AAGVNSYKHIAPIINPPCRNPIEIEKLMEKIIANNVLKVMEEGLQFSYQAHLAVEGAAKKAAVCKNKGASVVHSMSQLEF
IADRIDELCIQPIELCEKDKRAWLSRLIQLGKGYMCNMVKVCEK                                    
>Nvec_XP_001639085                                                              
MADADAQEDELLALASIYDERTFTHSSEEKGGQFNVFLDLPDHFQIREDSAASASSEKDGFECIDLKYLPPIVLNFVMPE
NYPSIQPPEYTLSCKWLTRQQLSKLCKDLDEIWTDQGVGDVIIFRWTQFLMDEALEVLNIKSPMTVRFHRQQSIPLDSSL
VDKRAVQDVASYSLLIASILEYEKQEKARVFDTSYFTCDVCFSEKPGSMCLAFHNCGHVFCCECMTGYFTVQINDGSVKA
LTCPTSKCESQALPSQVKRVVSEETFAKYDKFLLQSSLDGMSDITYCPRPDCQSPVLVDSESTIGLCPACSFAFCKICRL
GYHGVSPCSIKNSEFRKLRTEYLKATEEERALLDQRYGRDRLKKVFEEVVSEDWVKSNCTKCPSCSYQIQKFDGCNKMTC
IKCRANFCWLCRSILLTTNPYLHFNKLGSQCFGRLLEGVDLALDEDDDDWFDDFDEF                       
>Nvec_XP_001629500                                                              
MAPAVTKTVVQEGSLRHRPKTLYCKICLADCPTKKGAILKSCGCFFCKECLKQYVAHAIADGSVLQIPCPDGVCPDKGDL
MESEIADLIAEDLFQNFQKMRAIKEIQISKSKAFCPKPDCKGVVESIPGAAKEVCCSECGYSFCFACKGPWHPEKHCQNK
GEKANGIKFFELVNGEEVLVEIKACPTCQVLIQRDEGCAQMMCGNCKHIFCWHCLKGLDSDILLRHYDKGPCRDKLGHSR
TTLLLHRTQVVAGFVFFGAMIVIASPFLLVISPCFLLSKCLFRNKKEKSQ                              
>Nvec_XP_001628679                                                              
MDSEDDDFLYDEEPEDSGDESHSEENSDFDIDCEEPSTPKRAHVNDDFHYECLTPEALVSYMNEIIDDVNNFFQLPRPIA
RILLSHFKWDKEKLLERYYSGDQDRLFAEAHIVSPLAHGRRGACTSSRATRSQPVDILCNICFCPIPVANFTGLECGDRF
CQRCWKEYLTTKIIDEHVGENISCPATKCDILVDEAFVGQIIADPKVKSQYHHLIANSFVVSNRLMKWCPGPDCDNAIKA
NYHDALPVTCLCGFTFCFGCSEPVHEPVKCVWLKKWIKKTNDDSETSNWISANTKECPKCHVTIEKNGGCNHMVCRNTAC
KADFCWVCLGPWEPHGSSWYSCNRYDEKEAQAARDAQSRSRSALERYLFYCNRFMNHAQSAKFESKLYSQVKQKMEEMQQ
HNMSWIEVQFLRKAVDVLCLCRNTLKYTYVFAFYLKRNNQSVIFEDNQKDLEMATETLSEYLERDITSEGLSNIKQIVQD
KYRYCEARRKALLDHVYEGYDTDIWEYVDYD                                                 
>Nvec_XP_001638572                                                              
KVSQGIIKIICPLEDCDRILLEDEIQTIASEEIWRKYEKFKTDIEQNPNIKTCPNCSRIYRREPVKQDERVNEKQTETKT
KTKEKNNEDCKVVCRECKFVWCYDCQAPWHYGISCKEFCQGDKSLKIWAKNRGAPTRNATRCPKCQVFIQKKAGCDHITC



SRCMTEFCYQCGRRFRGIRFLGDHHDPLSVFGCKYNYKPDNPTQRMAARCAVLSAKVLALPLMAGVAAGAGCVVL     
>Nvec_XP_001635116                                                              
MKLLKGKRAQRFSSLPVFPNLQKEVDFISSYKKSKVTEVDRKLAVEINEKQYVEQGQTIECGCCYCDVAFEDMVQCLDGH
LFCENCLMNYAKESVFGQGKATLMCMTSECNSSFPLSQLKKTLPENILSKYEDRLQEEALSLAEMEDLVRCPSCEFAAVL
PSGNKVFKCLNQKCGKETCRHCKENWSDHFGLKCSEIEKKGEKDLRISYEERMTMAKIRKCHKCGCEFTKSDGCNKMTCR
CGTTQCYVCRKPGISYNHFCQHARDPGKGCSQCKNCSLWTDPSKDDNMAVKQLERKAKAAKRQMLDQDNVPGKKPKL   
>Nvec_XP_001629907                                                              
MVLREGKYGHSTGKTLRSKFARGSKYHGGIELLRVKPLRKIQNSSNNVVFSLNKKKRWLIPEDIKQSGALRDDYGVECLQ
NMSNVILVERQAHDSVSETSSKKLKTKQGYCTLVFEGEVIREKTPKLRYAQAKILLQDMEVIIEVDENAKSVEILRPFNK
GSWPHNLKYNAKEKPIPKKSLHRGKNKRISYLDTADYYDYEDYQEEANEEENGDKEFSSRYPSLQLSDFLITSEPIKGHV
KRESPLKSHGQNEISTDTHDRKQHCVNLCQENEIKKHKELRRMGSEMIEFLSKSNPRKASVLYKHEPHRIQRFAEHGERG
KKVHRQFTDDKVQEEHFKVCVSFKESELHAKQLLKNWGNMYHESGSLPRKFTIDISSLVAGCSYDDVAPFVWLLFEEADT
CEGKQTVLIRSLVVCDGLERFSIALCQSIKKELILKLHKLSNSQDNITVTDIIFTAVNFWQISFEKYGTQITTYYKNPSN
LMIEQVFGWKCISFSHRLAKLEVRKAMTKCGSQLPSSKPNGMLRDEVKFCGICCLKFEHEDFSTGLLLCSHKFCNSCWHQ
YLTVQIRSGHSPLKCPGHMCDAIIDDTTVMSLVPELLEQFIRNKVNMKLCSGQQWQQCEKCAFYVKLVLPTCIANSTEVP
VHVVCRCGNTWCSRCKDEPHWPASCSQAERFWLKYADQLSEYQRKDLFYSVYIKRCPHCRYPIEKNGGCPHMYCILCKAT
FCWHCLTLFSKHSANGCSIKKEEKILLQSTGLYKSAKDVAISSRTARAPGFMKKFLRKGVHFSKDHFSPLLMSYLIGQTP
SAGFRKDLDIPEVKQAIFATHHFVFQAHIVLEGAAIKLASEPCGRRIHSYFSRLLRAVDAIENTGFDHSQTPTQLQNQVR
KNIFLIKKCLGCISSFF                                                               
>Nvec_XP_001623627                                                              
MSSTYDPCYVCLTFVALSESVLSECCGGKTCKECLRYHIEEKVTQGIVQIICPFENCDGVLSETVIKEISDEEIWKKYVK
FKVDRDPNSSVKTCPNCAMVFRKQPLKEQDQQNVCATKSKKKEKKEQISKDCKIVCEECKFVWCFDCHAPWHYGISCEKF
CKGDTSLRIWARNRGALTRNATQCPKCRVYIQRISGCDSMACSRCQTQFCYRCGRHFRGNRFLGDHHDALSVFGCKYKYK
PDNPTQRKAARGALLSAKVLALPFVAGAAAGAGCVVLGLGIFIVPAYVSYKVIKKRKNAK                    
>Adig_990v103161                                                                
MTVPCMVCFLETNEIHIRSCCSGVICRTCLEAHVQSKIEEAIVKIICPLGNCDNLISDDEVGKLISENVFEKYQRFKVEV
ERNPSIKTCPGCSRIHHYAADILPKVEGEKDYRAENLQVTCSKCHLIWCFTCQAPWHYGLTCKEFRKGDKSLKIWAKNRG
QPKRNACRCPKCHVFIQKSAGCDHMSCARCHTEFCYRCGKKYHHIKFIGNHYDRFSILGCKYNFKPDRPVQRMFVRGALF
SGQVILTPVVAGLAAGVGCVVIGVGIVAAPFYGSYRLLNKKSYRKKGEKYSCGNRFRST*                    
>Adig_1237v119324                                                               
MICKPDKVSIGKTNICFNLKVKVNIPFDVVDVEAFIPVDFDDPRRHFDSRSSVSSGEFKDSSTGVKVNGASFQSHPEDPS
TEAATTSASEADFLDHSPFNCNTEASVIRAKPAFSRSLSLQHWYVRANIRHLTPIYLTCQFPPLYPTKSPPEFSLACLWL
TKHQLQKLGEKLMQLWTETPNLPIVFTWVDWLQNYTWEYLQLHSCLVLKESCKLMQRPNADENSANSQGREESDFDTQLA
AALLNIFEHDLEMQRQVFQQGIHECEICFDERYGSEFHYFDECGHFFCHECLRAHCELHVGSGTVLSLLCPSHDCKTTIP
VQMLKLVLDKEKLDRWEHLLLNKTLDIMGDICYCPSCNVAVVVDEDRNLKLGHCANCFFAFCTECYEPWHPGQPCLTDES
DSNDEELTKRPRHKKSMKGKNGKEERDDKTEQKKKEKQHKIVLSNLSFIRKMQEQGVYQYCPKCRMAVERIAGCDMMRCT
QCRANFCWTCGKEIHGYDHFSYCKDHVKLRAPTREPPIGQTMIERYREANPQRPVRTKMCPRCHQKCLKENDNNNHLRCW
ACKTSFCYQCGKEIKGTVTIHFRATSACAQHSDD*                                             
>Adig_8633v105532                                                               
MTKEGAVETERSQGSLSQEVSKQNRNEDRGFSLRRIFSRSRSYKGDNSSDKFTRKNSSDSLAVCPVCYAMRSKSLFPEIS
TCEHRSCLECLRQYMTIEINESRVNLTCPECSERFHPNDIKLILNNDVLMAKYDEFTLRRILVADPDCRWCPAPDCGYAV
IASGCASCPKLQCERPGCNTEFCYHCKQIWHPNLTCDSARMRRATHIKSITGSEGCNSNGSDDMKPCPRCGAFIIKMDDG
SCNHMTCAVCGAEFCWLCMKEISDLHYLSPSGCTFWGKKPWSRKKKILWQMGTLIGAPLGIALAAGVVLPAMIIGIPVYV
GRQVHDKYNKPYQSRRKRNAAISGAVTLSILASPILAALTVGVGVPIALGYIYGVVPVSLCRSGGCATVTNIRNGKGVIL
DFDEDGDPSVGTAGTAGAFGTSQSSSRSSMRGTDKGSTTGVVTVVATVNTGTETESGKQPSISMSQDCSSLDSSTIGPRG
DGDSHASLIPGPRIVSSIWAAKVCININGSKMSSRKRKQKFPEKKSEEKRAKMIWSMTDFAKSVTDESRIQQFILPPLQQ
EKAATRRSRVESTTSTGVPANLELKLENTYSKLNICQLGCFSICLCTSKEQEDEMRMNGSNVSSAHLVSEWNFDHRNYVI
VRLAFETPILSATSPEIRDCCDQGSTSQDEVDILKQVSFKATVPNVKHDQIEAIVYLQNKGVISLVLKPEQGILKDNWEV
VVCLNKSGLCTLSFASVEPTSRKIDKMMKILMSWFYDSLVDNDLIEDNERGLTADKGFNCNRENEDIVVPDVQHPHLKPV
LRGYQRKAVEWMLRREYGCCLGEHIADDNFTHPLWREIRTLDGKLVYFNPHTGRTNCVATHSDMKFLNHDQNSDVKECLN
VEFTSPCESQIRQNLHAPQVKLDQCDVSDQQGSNAASSVCLDNENFEMFNKEKDGALLPQAVISSCESLESSRDVFQCHS
YDKGRLQPEVMIIEHNHNPNTNHTKDTVPSKNNQDFADDSSLSSGLALKKTATIKCQCVCGVTSANFSDKLLNCCKCQAV
FHARCLTYECPKEFICPPCALRQPTVPSGATLIISPAPIAQQWIDEIIRHTQPSSLKLLVRASCTCMEGGELCSYELDLS
*                                                                               
>Adig_12767v100866                                                              
MSTTDLESQDSMEAESSEYEEDDDGVDDYYTNVSDDEGMSSDKEEDPESFEFVIIDTNEAGQIFDSMVAKVSQEIKVTKS
VARLLLIQHEWNTEKILERHRVDPVGMLVEGRIIPEKSVSQTTTRSIVCPVCFQRCAKSNTSSAPCGHTFCNDCWMLYCV
NQLKIGLASGIECMNCDLLIGEEMAYKVLKNEAAREKYRQFLFNDEVKGHPLIRWCPGNDCGCLVKVVESKAKRIWCSNC
YSVF                                                                            
>Adig_13201v109812                                                              
MLPAVFTTAMPERGSVIRNCKAAGSRSSRACKPKSDLETFYCKICLCEYSAKKGQMLETCACKFCKECLQQYLLHSINNG
SVLKIPCPDALCPNSGQIRKKEVALLVNDKLFQKYTALRKKKEIALDKTKAFCPIAGCDGVCSGVPGTEQPAVCKERIPS



GDCSITKGPLCCGCPTKGPYRLRIQILHGNFVISGVFISIRFVDILRENGEAGDIKECPLCQVLILREAGCAQMMCGHCK
HIFCWHCLKSLDSDIMLRHYDKGPCRNKLGHSRASLFFHRTQVIAGFAFFGLMVLVASPFILLVSPCLLLSKCMFHK*  
>Adig_16131v112528                                                              
MQEGFKEPSNDCFHDGSQNARNEHFKTVAKMPFDLLYDVNQWSCKTCSPQLAVPRGLSSNETCCNDSGGDLENAGIPEIV
TCEICCCEFYNGPPDAFLPCTALIACMHWFCDDCWKSYLSAEIHQGKTAISCPSYNCDTSVDDVTIMSLLPGSFPKFERL
RQEKALEMDAKWKWCPGNKCNLVVMATASGVKAESAPIPVHCDCGLNWCFACQEEPHWPATCARAAFFRSQTESYEKVLR
TKAGAITSVSVKRCPHCNYPIEKNKGCPHMTCGMCYGQFCWECLGNWLTHDWSADCSKRSKKEEEVELVNHIGSTRFNLH
LRAAMANRMERATPTMYQKYSEVKNLEGVLQVLDVVSKCRNSHGKNSSSATAVLLHQYKSYSVPECLKASADFKFQTHFV
IEEDAYDYLFKIVLIGDSGVGKSNLLSRYSKNEFHLGSKATIGVELAHKMVEFGGKNIRAQIWDTAGQERYRAITSAYYR
GAMGAILVYDIAKMTSFQNLEKWLTELKQHTDANTAVIIVGNKSDLMHLRVVETKQGHDFATDHGLLFIETSALDCTNVS
KAFEDLVIEIYKGVKERERVKRNSRTVLPLLQTAETNEHGSSRNGTQNGSVKLAADSTVQNKGKHSKNKLPCCSS*    
>Adig_16177v112573                                                              
MDSEDEDAIYGDEHEDSYNESGSEEGDESDFDIDCDEPSTPKRPHVNDDFHYECLTPEALVAYMNGIIDEVNSVFQLPRA
TARILLSHFKWDKEKLLERYYSGDQDRLFSEAHIVSPNRTNSRPTPSKRVNTRSSSALPEGNCDICLSVTNISTFVGLEC
NHRFCHRCWKEYITTKVMDEHVGEGISCPAHKCDILVDEAFVGQVVKDSKVKSQYNHLIANSFVENNRLMSWCPGPDCQN
AVKANYHDALPVTCYCGYTFCFGCGEPVHEPVRCPVNAQAARDAQAKSRQALERYLFYCNRYMNHAQSAKFETKLYAQVK
QKMEEMQQHNMSWIEDNQKDLEMATEILSEYLERDITSECLSDIKQKVQDKYRYCEARRKALLDHVYEGYDTDIWEYIPY
D*                                                                              
>Adig_17075v113358                                                              
MSKKEPCRLVIKPAQRMNISGDIMTRYVQECIGNKFKFFLDKVECEDGKQCQFTFIFESRNQGKKAATILKENAVKKIGK
ELQVTVLKEVEGDSSPAARTAAFLDAALPIYDKKSLIIETIKDNQACIVLGETGSGKSTQMTQYLYEAGFAEKGAIVCTQ
PRKVAATSLADHVAHEMGGVCGQIVGCHVGGNIQACKTTRIVYATDHVLLNECLKDPNLSKYSCIIIDEAHERNIYSDLL
LGMIKKTLTRRPDLRVVITSATIDPSLFVSYFNECPVLKVSGRMFPVHVTWKDDSSHNFEDYLRAAVDTVREIHHKEGQG
DILVFLTSPAETESACENLSNLEPDTNLVCLPLHGKLRQEEQRKVFELLPDKRKVVFATNCAETSITIPGIKGLHPKTSE
ENVKATIEGMIPSVKIQMIFIYREPEFETTDEEVALQKKTLEESLLHFATEGKFNVYVRKPNSKDFEELVYLTFEDFEEC
QAALKGLNGRAIPGYGTLTLPCKLSTVLLCPRNVFIVIKDELDAIVKKVEQTLRTTFVSTKDQQQSKAVAVEIRSECADH
FIRVITIVSAILNGDEIDCKISKDVEVLLTDSAKKAIQTIQDETNTVISQDWGNKVVRIHGQQEKREEAKSAINKFIGDL
NASNSHFWQIGLRGPGMPSGLLKALFERFGVDLHGLQEISGVQNVTVEFQRHVLTIISSDEALETIKGFVNECCENLARN
CPLQGDNQTQSQAQLACGICLRDLGDTDEIYRLACCGHAYDKTCIIQQLRSSVVPLKCVKENCEEPVVWKDFQNLLSQSE
RKKLLLSSLDAYVRCHPDSVKYCPTPDCGMVYRVSTDGRSHTCGACFADICTSCHTQSHRGLACAKVKSGRNAKSRRNVK
TK*                                                                             
>Adig_17791v113929                                                              
MSKQKACRLVIKPPQRMNVSGDLMIRYVQECVGNKFKFCLDKVECEDGNQCQFTFIFESRNQGIEAARILKENVKRTGEE
IQVSVLKEVEEGSSAAARTAAFLVKCEKEIQAKIEALTEHHDKKIQEIVRRLEDLRVRKHISLNKRKVVFATNCAETSIT
IPGIKYVVDSGMVKEMKYDVKRNKSSLEVTAISKSSAEQRKGRAGRTQEGKCYRLYSEDEYEALEDRSRPEILRVHLGQA
VLKLLDLGIEDISQFDFVEAPPLESIELALRSLTSLGAIERGALTALGRKIARVPVEPRLAKLIFDGIDQNVGAEAVALA
AVATVSGSLFFRMGSDKERELADSRKIRFCHNGGDLLTMLEVFRQYLKQPKAKRNKWAFDNSLNAKSLRLTEETVKELKL
ALKHELDVIVPDAAIHENGNIDQTMQRILIDCYVSNLAVYTGHEKAGYRIVSSNQSVQIHPSSALKFLGATPQFVVFEQL
LKTSRDFAINTTPVEESWLCEMISAGTVSYTMDDLKSTVMSRISLPCSPDLMKLAFGGSRRRVLGELEEEVSKLCGDSSV
VLEKDEKVGQINVFALPIHVPKALYEVEKCLEKSRRVLRCEDKEESLKEGCEGTRIVWGPAGEVQDVLMPHMYRTVTVND
VHDSQMVINRLRSFGEVVKHHLNQGDGKSRVFVTFKRSEDAYLAVKSSSEASLDFSFDVRPNHSISNGVHSQVSGFRVKV
KWCRRLAKGTGSIMFCTPEDYFHAVGHLFPSRMIGTSLVRFQPDRKHPEQIFMRGLHPRAGEENVKATIEGMVPSVKIQK
VFIHRKPEFETTDGEVALQKTSIEKYLLDFATEGKFSVYVRKPKSKDFEGQAYVTFEDFQEGQAALKGLNGRAIPGFGIL
TLHCSLSTLLLCPRNVFIVIKDELDAIVTEVKQRFGTTFVXXXXXXXXXXXTKDQQQSKRVAVEIRSECADHFIRVTSIV
SAILNGDEIDCKISKDVEVLLTDSAKKAIQTIQNETNTVISQDWRNKVVRIHGQQDKREEAKRAINKFIGDLIASNSHFW
QIGLRGPGMPRGLLKALFERFGVDLHGLQDISGVQNVTVEFQRHVLKIISSDEAQETIKGFVNECCENLPKNCPHQGDNQ
TQSQAQLTCGICLCDLEDTDEIYRLACCGHAYDKTCIIQQLKSAVVPLKCVTENCEEPVVWKDFQNLLSQSERKKLLISS
LDAYVRCNPDSVKYCPTPDCGTVYRVSTDGRSHKCGACSADICTSCHTQSHRGLTCAMFKSGRNVEEDFKEWMRKDPSNR
KNCPQCNAPIEKNQGCNHMECSQCKAHMCWLCLGVFRTGHEVYDHQSHCPNK*                           
>Adig_19236v101855                                                              
MAVPDNDARILDSLRQIFPQLNDHVLSNCLQHVRETVGENPATIIPGCIDVLLARQTANEVSLPGPTVYIPSISLDDYEY
RGSSLAGNTDNDVIFVKSTSGNQRERTNHIVINLTDDRDTVICCSPCTTNNSSATSSCSSVNTGNRDTTEFRRNSASRNG
SHPISSVTVNSCVTLGVDEGVEVQVVGENPRFDPMKEALKNLNSLFPDVEENYLQRLVDKWSHLIPGEAINNACNELLEM
KDYPKKKPIVSTAQAEVSNPSGKKESMDYFKNFSSQVSAKYSQQCLQILQNDFQMISMRNIRLAMAKFHGHYAPSKRYLQ
EQLRLSSRRASSTVTSTLRDLPSPAEGKEVFNPPIIDLLKNKRYPVMVPCQADIVEELKWEIEFMKRDELSKKEEMDRLL
AVSLNDKQYEEEGQKIQCGCCFGDAAFEDMVQCLEGHLFCASCLMNYAKEAAFGQGKAALTCMSDGCDGTFPFSQLKKAL
PVNILEKYEDRVQEESLLMAQMEDFVRCPSCDFAVILPLEDKVLKCQNPSCGKETCRYCKEDWSEHFGLKCNEVENTFLV
AELSNWSGIVAVLFCGITQQHYTYRNLTEESRARTMQTFELLNFLAETFIFSYIGLSVFAFTNHQWNVGFIGWSFMAIQI
GRALNIYPLSLFLNIGRTRKIPLNLQHMMFFSGLRGAIAFALAVRNTVSIPRQMMLTTTLIIVIVSVIVFGGSTMPVLSC
LKIKTGIDVLEEEKRARRLSLIDVNDPSGSTPQERIERKQFEKSWLVAVWSRFDEKFLTPIFVEESQLQSSSSTMH*   
>Adig_21016v102350                                                              
MASARGSEKFPISVRFNSSTNIPVQADLQWRVSDLKQEIGKSQNVDPNELRIIFAGRELNNHQKLKDADIPNQSVIHAIR



GGCWSSRSRRVQGTSLSQVVLTSVEEEEEYGATASASGASQRKAQYFVYCKSPCENITPGKLRVCCSRCKEGAMVLYQDP
RCWDDVLKLGRIRGSCKTPRCNGDIADFFFKCARHATTGEDRCVALPLIHSNTRDVPCLACTETKDPVLLFPCPDRHAMC
LDCFEIYCTTKLNDRQFIHDTDLGYTLSCPGNSERCTDALIDEIHHFRVLGQQQYNRYQRFAAEEYLLREGGVLCPGPGC
GMGLFLEPGMGPVVTCSDCNLVFCKECKEPCRRGHSCSESQSSQAAAAVGRSGYRVNAENARRARWEAEARRKIEQISKK
CPGCKTNTEKNEGCNHMTCSQCRVEWCWICVKPWNQECRSSHWFHH*                                 
>Adig_21901v117204                                                              
MGPGQIQIFVHGIQGGIITINIHKDATVKEFFAMVSKKNSVPVDQLRAVYTTKQLEIGKRLSDYGMQSESNVFLILRLLG
GSMTSIPPEKELDDAVELSEAPDMITWDDDPENKRAKMPCGHAITPESLTMFCRSILDAGRSRFLCPYISQDQPPVYCGN
EWDYIDVRRLAVLTDDEIEEFEKKMSRNYLIKAMGVQECPKCNSMVERSDKKHIRVICPLCTKTGKQAAYEFCWHCLHEW
KSSGTTKCGNLVCSGEDRRLRILRNCPRKEIVGVVGCPTLRACVSCGMLIEHVRACKHMKCRCGKEFCFICLKPKETSGW
KCGGYNEACTIAPVQTKIPGDN*                                                         
>Hmag_XP_002158303                                                              
MDSDDDSMVYDEDELSDPEDDQEEFDISCDVEVAGEPSAKRYMKDKDDFSYDCLTPESIVVSMKKNIDEVNSVFELKGTQ
EKDSSLNAESKKVLQMALSTINNSYFRLAMEISNETLFDNSLYCLQRFEKVLLDPTIRSKYHKLIGDSFVQSNRLMKWCP
APDCTNAIKALYNDAKPVTCLCGYTFCFGCTQPVHEPVRCNWLRKWLKKCDDDSETSNWIHANTKECPKCHVTIEKNGGC
NHMVCRNTACKADFCWVCLGPWQSHGSSWYNCNRYDEKDAQAARDAQAKSRAALERYLFYCNRYMNHLQSSKFEQKLYNQ
VKDQMEKMQELNMSWIEVQFLKKAVDVLCMCRNTLKYTYVFAFYLKKNNHSIIFEENQKDLEMATEHLSEYLERDINSDE
ITAVQAIKQKVQDKYRYCEHRRNVLLDHVYEGYDSEIWEYFEEKI                                   
>Hmag_XP_002163123                                                              
MNEDNYERIKNELDIIESIYSESFVRSSEGFGGQLSAHVELPSSLKLLYSASNTIGSSDESFVVLDIDYLPAIALNFKLP
EGYPTLSPPVYTLSCKWLTKIQLSRLCEALDKCWTSEDGQEVLYTWMQVLTNDVWKTINVSNELILSVSNSAHTSNLDCR
VFQETDNLNNLVTYLIDYNSKEAQQKFNNAFFECALCFLEKPGSKCVSFSKCKHIYCRECIEQYFSIKIRDGSVRGLICP
QEKCESQADPNFVRTLVSPELYEKYDSLLLQSTLDCMDEIAYCPRKTCNAVVLKELNMGQCPVCRFVFCVLCKRTYHGVN
KCPVNSGELKKLREAYLNGTAEEKEYLEKRYGKKQLKQAVEEHFSETWLENNSKKCPNCSTYIEKIDGCNKMKCYKCETN
FCWLCGKGLPAANPYEHFNSLKTGCFNRLFEGIDVDNLSDDSDDNLE                                 
>Hmag_XP_002169863                                                              
MMSSPTTSSITLSNANFSLRNIFRNTRKSCNNSIESVSIKSEKQPTTQSYPKEDLLMCNVCFSWKCSTFFPVLLSCEHRN
CIDCLRQHLTIAVRECRVLVSCPECSEVFHPSDVQIIFNDDALYLKYEEFTLRRALVGIADIRWCPAPDCGYAVIASGCA
GCPQLKCERPGCNYEFCYHCRQVWHPNTTCDLARMQNQFEIRSLSSADRKSLNMNEDIKPCPNCMALIIKMDDGSCNHMT
CAVCGGEFCWLCMKEISDLHYLSPSGCTFWGKKPWSRKKKILWQMGTLIGAPVGIALAAGVVLPAMMIGIPIYSGRRIRE
RFDFNDNVHKRNLAITGGVALSIIVSPFLAALTVGVGVPIALGYVYGVVPISLCRSGGCASVTTSKKGRGVNLEFDEHDE
PYTKTGNNKNSPNRRSEFSGEFSAKVSSVKGFQSSISGSNSSGIDEPYTSTFHPKENDVQSHTSLIPAPRSTTISMTSSL
DNMQERPSSFVK                                                                    
>Tadh_XP_002118156                                                              
MLTCPICYTPKSPSEFPILSCCEHRTCAACLKRYVSLQISESRTNITCPECSEYFYPNEIKSILDDNDIWSKYEEFSLRR
ILVSDPDCRWCPAPDCGYAVIAAGCASCPKIQCERPGCNTDFCYHCKQMWHPNQTCDAARLSRSVAAINNSATNESSTSQ
AGQLLQDLGSEQIKMCPRCSALIIKVDDGSCNHMVCSVCSTEFCWLCMREITDLHYLSPSGCTFWGKKPWSRKKKILWQL
GTIIGAPVGIGLIATISVPAIIIGVPIYAGRKVYERFQERNQRHKRNIAITAGVSASVMVSPILAAVAVGIGVPILLAYV
YGVVPVSLCRSGSC                                                                  
>Tadh_XP_002117005                                                              
MADGDEDCDQVEQENELSALTSIYDLDTFQPHDETANQLGGILYAMVNIPPSFQVIVERSQDQVQTYAISYLPAICLEFT
LPKCYPSLRPPTFTISCCWLNKFQLSLLCEHLDQIWEDNTGCVVLFDWFQFLTDEAIDKLGILQSVCLHLKSKKSATTSQ
EEDLSDPVRVVDPRVVQEIPSLNMIMERIITFNEQTIDRNFINGYHACNICFDEKSGADCVQLQPCQHVHCKDCVSNYIT
VMIDDGKVNPIACPSQECSSQILPLMIQRLVSNEYYERYEQLQLRSALETMSDVVYCPRLSCQTAVLVEKNSLLGRCPGC
QYAFCIKCQRAYHGVVPCTLSPKDARELCERYMNGNAEERLEMVKLYGEQKLHKVIEQIQSEDWLQKNSKRCPRCRADIE
KKDGCNKMHCVICHGNFCWICLQKLDKHRPYIHFSNPSSRCFNKLFDGIVQHDDSDDDDEFW                  
>Tadh_XP_002116352                                                              
MESDEEGIYDVESDASINYNSSDDGIYSEGENTAHGEANDFMDEPTSYKCLTSDQIFNYMMKVVDEVNAILQLPPHITCI
LLNHFKWDKEKLMERYYEGDQDKIFEEAQTINPFRLKGKVVSSNTNNITSFSMQSTKRPLTTQEVCDICYLPSQHMNGLQ
CGHFFCIDCWNEYLRIKIIDEGQGQKIACPANDCNILTDYETILSLLRGSDIKTKYHQRLTDGFVMSHHLMKWCPSPGCS
VVVKVTTAGTRNVTCICGHAFCFHCLQPIHEPVRCPLLKKWLRKCNDDSETAHWISANTKECPKCRATIEKNGGCNHMIC
QNKSCKFDFCWICLSAWSPHGSSWYNCNRYDANDSVAARTAQEKSRAALNRYLFYCDRYMNHRQSLELEHKLYSKIKFKM
EEMQQHNMSWIEVQFLKKAVDILCKCRNTLKYTYVFAFYLRSNNQATIFEANQKDLEMATERLSEYLERDVTTDELSNIK
QKVQDKAKYCEGRCEALLRHVYEGYDMDLWEYLDE                                             
>Tadh_XP_002112847                                                              
GHNISSRFYVYCKRCGTVTPGKLRARCSKCKESSVTLVRGPESWDDILIYGRIKGTCQFECSNTIVEFYFKCGSHLADEN
EFSAPLYQIRTNTRAVPCLICYEQRSEMLVFSCESGHTLCLNCFRELCLTKMNDRQFDFVEGIGYTIPCPVGCEGSHIKD
CHHFRILGKKNYERYHKFGAEELTLSLGGVLCPGPNCGQGILYDGDDNCIECPDKIGCGLIFCRRCLKVWHEGSCETYEI
SDNCHNYTQPYRINAADADKARWERKTKETIKKISKPCPKCNTPIQKSGGCMHMSCPIPRCRFQWCWICCKEWNSNCRDD
HWFGL                                                                           
>Tadh_XP_002108239                                                              
MSSTSPHLPDLRQKLLSKCATGKCDAESYEFAKQLLNTEVDVSYFIVNLKRYIRLNQHQNNFLNIMIVAMYFLSKYASNL



LNAGDNTIWRTIHLSNKVFQEKVYPMHGATQILSFMGYTESTSGSMKFPSNVLLPDYSKVAKILMDLIVGMVELKQLVDY
PNPDLLTNQTKSKESVSANKSKEGVPNESHQNSSVTQKNQSVASTQCLSKPPVLATAQSIQDKLIMEKLRAAFVDLLHMD
ERIDVGLKLINFGYSDEIAITAAKSCTDIQSALDFLDRQCVICFDTFPANEVLNFSVCRHEFCKDCLSKFIESTVKENSI
LKLNCPVCQMPDLSMASGEYFSVVDQMVRNLVKDGYLAKEIYELYDMKLRDYNLHQDPLFLWCPHCSNGFERDPFSPLKV
QCNLCLKFTCYKCRIKWNKLHDDVNCEDYRKRLSEKKNEEELLSILNDLEKTGLQCPSCNCKFEHAKGGCMHMTCSNCTF
QFCCGCEHQFYENSKSCQFLNCRIDGLHAHHPRNCLYYLRDWSVDRLQKLLRENNKEFDTSMPSDHDGRCHIIELKEKED
SATIETEERECNREAPVGYRGVCMKHFKEYLDGRGHN                                           
>Mlei_ML056923a                                                                 
MITPLTTTSSTEVTLKRVKLRRYYESQDDCEGLFKEAGIVYIPESDESFKRQISRNSSDGTCLICYAPNSETIGMLCKHY
FCKSCWNIYFTTQIMDNGIAENIQCMETDCSTFVSENFVLSTISGEDVQTRYHQLIAGSYISSNLMYKWCPRPGCGNCAE
VLSLDVKHIVCSCGMEWCFGCGEPDHLPLESCQILKKWKQKAIDESETNKWLVINTKECPKCSAAIEKLGGCNHMICNNL
NCSFEFCWICLGEWAPHGSEWFSCNKYVEDEEHVAMLSKERKAMERYHHYYDRYWTHKRSRELEQGDLVMFVQTKSQYIQ
DRLNVTWIEAQFLKEALNVLTKCRTMLQYSYILAYYLVRSPQTVIFEENQKDLEHNTELLSGLLDNQNFPRDEKELLELK
MKLNDRAAYCEKRRIVLMKDVQSGYEKGIWKYRTVF                                            
>Mlei_ML07633a                                                                  
MTEDDLESQKDEILALQSIYDNREFRTNNETQGIFTANIQLPLDTVQLILPDQSAVPNCLKHLSIFTENKFTYNVKYLPP
IVLKFEYQLGYPSSTYPKFSLSCLWLPDDMLQRVRQQLIDDWEGSRDVILFSWTSFLVNDIWDFLLLPNKLICPEFISSD
MISDLCVFDYEKRLSVFKQSPHKCNVCFEEYKGSLCMQFLPCDHVFCKVCMKSYFEVMIASGDVNQLLCPNDKCDSVALP
TQVKELVETDLYERYEKFLLQRTLDQMSDVVRCPRKFCQNSVLKDVDSNMAQCNSCNFIFCVLCDKTWHGEHTPCEIRSS
KYLEMYEKWKNSSEPEREALYKMYGRANVLRIVADIDSAEWLKINCKLCPHCSTPLQLGTGCNKIRCSVCGKFMCWLCGQ
KINHNDPYSHFRPGGPCENRLFENTVTGFDEDLIFNDNADNGFQFVDNGDDDWIEIVFQE                    
>Mlei_ML07753a                                                                  
MVRKVLSNEPDCRWCPTPDCGYAVIATGCAACPLLKCGKCDTEFCYHCKGLWHPNQTCDDARKQTNPHPIFLASNDTGTT
EVIKKCPRCMAHVTKMDDGSCNHMTCAVCGIEFCWLCLREVTDIHYLSPTGCTFWGKRTWSRKKRMLWQMGTLVGAPFGI
CLLSAVALPAIFIAVPAYVGRRLNLAWKRRHAPAAKRVLIVGCGVALASICSPVIAAVSVSVGVPMMIAFVYTVVPFLIC
RGESCLGNTERVQIPNTMADLNEQLQGLQNQLNSHFQDRQSVTSTDSEDKKETGGQELREELRPVSSCEGSSTISFDNTS
DFYYSGSELGRGGDEEEEEEEEDKIVISHTTVV                                               
>Ocar_g295_t1                                                                   
MTEPKSKKAKGELDSGGVFVIIGAQWGDEGKGKLVDQLASQADIVCRCQGGNNAGHTVVVGGTMFDFHLLPRHHRPFYVV
VFGMLQEVDGLLEQEKGKDSLGTTRKGIGPAYAAKAGRSGLRMCDLLGDFEDFASRFKMLAEGYQKRLNVDIEEELDNYK
ILADKVRPMVCDTVHYMNTALAENKKILVEGANATMLDIDFGEDDFIERTYPYVTSSHCSIGGVCTGLGIPPHSVSHVCG
VVKAYTTRAIGAXXXVVVKYSAVINGYTSLAVMKLDVLDTFEELKIGVGYKVNDKQLPSFPANQKVLRDVEVDYVSIPGW
KQSTKECRTYESLPGSAQAYIKKIEDIVGVKVAHVITLVLKMPRLKQKLKEALESLPKISKEDKFNPEGLLVPEGTLVVA
VKREVFLIPDELLRQRTFHGSQQVLVRWRQVTSGDQENGXXXXXASGSATSQTSTGAAANHYLIWMKRDEVSACCPHLLR
QQHQQKEGSTGGDDGGEKAGTNVEILDSEEMAEMENDVCSLVKRARRQISKGSQPVHLSNTLQVLSAYALVGSLAGVFRE
SGALDLIMELLWSKAPGIRKSAGSMLKALATHDTGSRAYVLLSLSNMGEDSLSDPTSRNMLMELFAETASKEEYGMSFEG
VTLPQASGNTLFSLMKKYLRVMSIVDNIEQHRKPSLPLKSRFQLSVATSQLIVELCNAMGWEKSQSRDQLVVRGSIFTPF
VQRSFDLKLKPKSKFKKKAEFPNKEAYGEYMKDSLESGMKVVMLEDYENVSAGDVGEFKKSNEGTPPAQFKWQEYGSTYW
VFWYMVEMLDNTADSTLGSDTVETDSVGKAAKLPYGLFERERPKNAVVRDHWWEVLGMLKMLPPANQEQICSKIEEMSGV
PSVSSLDEVIEADYNTHTISSLVEIARQSSSNHLLPVSTCFEDVQRAEQQPDSSESGEDPGHGGSSLSEDTEPTCNEGDN
AVVESLKPLNDLDSIKEFTSTVRENSSKPYVMFQAMKKLVQWAGSSTEVQMSNAPGDSVLELTQELMVSGSGVIRSCGCS
VLKAFGKKGDEMRINAATNGAIKTVLHCMGESSSSFGVQTEGLSTLKKLLGAQDQAGFDYKSSESAVLLRDVFQSVGGQD
AVFHAIREVCKYGVDHKSDDKSANAVADGLSTLHMLMSPSSTGPSTLIHSLLSSGVSDVALTCLKSYSDQLTVQQFGIQV
LHCVMQNFDVSKSKVQSPSPLQKEIFMATVSTVASFLSKFSDNSEAVELACTALADLVREERGMNAFLVEMFLEKSLLTT
FTQALEKNKTCVKAVQKGLKVLESILCVCASAGKKFAVAFNGGISLVLAVIEADLEVNVIELACQLLLTMTSDQDAAINM
AANGGKVILTNAKDKHSSEQKIRTSCDQLLSRLEGLDDQAGLHQKVLRGVLAGTIQLCISMIDEARSMNTFITGGIDTRV
HGIECEGFKASYWPFFKEIFTAHTLLHYFVEKDGRGFLAVAISPEAGRVGFSAAVQYEQLFADEFLPTPESRLMLGNACR
VSLIAPLVSALTARDFSEKGSIGQLIRQYMMSVSDDGSGVLNSVEISDEFVLLSRTRRMCRLLVDCDTGPQLDEGEGEEL
TKGKGLHPLSQCWKLLVKQQINAFLSRPLHGSNPHEIANSFCNLYEKLLKTMKELFGNHSQFAVALNEGLADAFKALNEI
KGIEICEALSLSVDSLLDVAGKDCVKFQNMTISDRELWFKRLAQPLNFLRNLDLAHIFEYFYRRHLARRLLRGRSVSLEL
EKKAFHEFDVSFRHKEMLEDIDESFAMMERFSDTQTEALDVALARGEETADELRRRAEKAFLYRQGSLVAYVLTPCYWSF
KKQSPLPHLSSLPDSLALFCQNYESFFTSDDICCLQQYEKARKLQWTLHGWAVMTYGGVELTVTTPQMIVLNAFNKNQTL
KYSSLSETTHFPDADLKQALIALTASRQRVLSVTNRGGSGSDADADDLAFSSNDIFEVNENFFDGLSDSNRVVRIRTVHL
IGDEPEIGRQNLAHVFERRKAIVDAAVIRLLKQEKSLTVDNVAMKVIKGCRDGQFANHKPFGAFECQYQDICMSVSRLID
NGYIKRDSDTSNLLHFIPDPSQPSAEDVCDSSLNNETAEEKSPSLSVEVPEEKKKQVAVLKRHSSRQKSMTGRQQSSGQA
SPSRGRAKKKTPALLRMYSSDVYAHDAPPISFRFASSTLSGEQRWLKEGKDFLIEAGLLVKEPIEASKDSSVTCPVCTEE
VAEGDWLALVCGHAICRSCWEGHISFQLEVNQVLSSTCPVPQCTAQLHPQFILLALGKEAATFQKYEQAVIRSYVEESKK
LTWCRNPQGCDQILVHSGIADIATCSKCDWTSCFSCTFGEGHFPASCEQISLWVDEGGFYEGMDEEAKSKQLARVISKKC
PKCNAPIEKSDGCLHMTCKCGHDFCWRCMKPWRPSHCDYYRCSAQVSSLAKSGKRFVDFNQQCASHHSAKVFASGLGKRV
ANVTESVPLKILTFVVDACRLLQRCRKVLSYSCIYIYYVKENELSHYLNVLADNLETETDALQALLENTIIRVSDIGSCL
KSMQDQQITQGQQIIAKIQGIIDETLIGSMQQYQLGESPKRKDRVKDKGSGNKGMDGSSKSDDGSSSTSDDNSAPDDDDN
VDDDDDEDEDEDEDEDEDDDNDDEDNDDDDDDDDDDIYSDENDYDDYDED                              



>Ocar_g437_t1                                                                   
MAASDMTDTTDTPSPSSSSDEISVTSYFRPSASFLDLYGIYDDDDDIDFYLHSRSIRPNVRCPVCDDKVTVRHQRPCCDG
VICDDCLEQYVTVKVQDGIVAVRCPCAECNEPMGRKEVRRALPADLTEKYERFLIELDGNPNIRACPRCSFLYKRDNAQK
GSTKVVCPSCDLQWCFSCHSPWHDGVTCRKYRKGNKEFKSWVRKKGRKGDANARRCPKCRVYIQRSSGCDHMTCSKCHCD
FCYQCGCRMLSMGWLGNHFSRYSVLGCKYNYYPDKPVRRKLARGAIFSGGAIVSPLVAGVLAGVVLAASPILLSVYGAFR
LRRKYKQTH                                                                       
>Ocar_g1472_t1                                                                  
MWMLGEVILFEWVQYLAENTLEILGCPSELDLAEVFQKQESQHHGSALQSPTSQEALWLALIEHDESKERRLFNESRHEC
AICCAEKLGIDSMQMRPCEHVYCRACVKQYFELLIRDGMVTSLTCLETKCDSPVDPSEVKELVDPALFARYDRLLLQGSL
DGMSDIVYCPRKACQCAVMRDKQSMMGVCPRCEFAFCSLCNRTWHGVAPCQFRKVELRKLKGEYEKAAPAERAFLEHKYG
LRTIRRAVEEIVSEDWIEEYTKQCPACLSNIQKMDGCNKMTCMKCKAHFCWICMRLLDRNDPYKHFSASGSECFNLLFRG
MGIEDDDFEFLQ                                                                    
>Ocar_g2506_t1                                                                  
MIKAYIFRFDSRSEKWNALGERRLCRLQLLRHRYENKTRFRLVARSEGSFATAVEPLLQTEIDLRSKVSLIQEGFLQIIV
GDVFYGLKFDKPDDAELLKLQLDQAIGPAEDDLPLPLPEHDLPPPRPARSSPSFASIQPLGSDARQQPVPSQRRFDDRGA
PAPRPLARPKPVKSTSSMDESMIDSLREAIMKGDANVAKALVIRLADQKASLNIELLKGEAASAQALKKSRLKVMVEDRE
TAGGSFHVETSFNSTVRALKNKVYVMLNIPPQVQCWFYNQVLLKDDDRLNAKGIEADSVINLYLLSAKSVGLTKEGLQGQ
QRQKAQSLGIPHPHTQQDGRRPMESSPPIRPRAARPQTVTELKHPLADQLPNEFMRHKPFYDVDDNFATAHAVPVEIKPK
SQKDVGWPCGDCTFINKPTRPGCEVCGCARPENYKVPENYTPPEDEKWRITEEERQQTLLHEAEEAQKRQAVQERKKNLK
DLMHAADQDLIPSEEEFECPICFLDIEPGKGVRLRECLHLFCKDCLAEHVRSRNDPDIRCPYTDDNYECNEPLTEREMRR
LITEEELRRLHSRGIDVALGEMGNSFYCRTPDCLGRCIYDDDVNDFDCPVCKKRNCLLCKAIHHPEMNCKEYQDDLKRKA
ANDVAARATQEMLDKMVQSGDAMHCPKCAVIVQKKDGCDWIRCSMCKTEICWATKGRRWGPKVGPGFIDKS         
>Ocar_g2721_t1                                                                  
MDSDDGYDLYEDEEEADEGSENDQIDFDLTENPSSTDRQAVEATNDFSFLCLTPETIAKTMIESIGEVNGIFQIPATAAR
QLLVHFNWDKERLLERYFGGDQEKLFAQAHMVNPHKKQCLPKLSSVSETGFCQICLSSVDTEANRLMQFCPSPGCENAIK
VSSSDLKPVNCLCGHSFCFGCLDRVHEPVKCQFLKKWKKKCDDESETSNWISANTKLYESVKRKMEEIQQQGLTWIEVQF
LLKAVDVLCMCRDMLMFSYVFAFYLMKNNQSLIFEENQKDLEMATETLSGYLERESITLDAMVEVKQKVQDKIRYCQQRR
DVLLEHVYEGYEKDLWEYNDS                                                           
>Ocar_g6079_t1                                                                  
ISKRDSFERFGISDVVKIVPKSDVLKGAEGGNGAAEQMNPAGWIFWGFAVFRNHLGARKAYESVQEIEQDGVIHSWWLEP
EEHIGFQAKFVWCPGYSMGRANISTKVRCNYERDDDTRSTLHLSNCTDSLDELHLKEFFQQAEVELPIDISIFRKTDLYA
DDYDAEVGKLKALLKRTVGGDQFRFLTRVSIWKSKRQRTAYAEFKTQAAMTTAVEQLCKMEGLLGRERLLAYRCYTIHFN
LRRDIMGLPDVQARVKSRIDGLKRELPATDRWSVTIVSNEEQAVTASRTSIFRCLEGQSYTLAASSHFISFSSLKDRSVA
PTVQEIQDRTGTVILPDARTQQLRIHGSPEDVSEVKEELDELFSTVQIRRMSLKGVGMPPGLMQEVFRRYGPSVQELVAC
CSEERHRKLNNKVLALRKEVLGGRAAVSRQGGLPIGSLPREVEECVICLSPVASNFYSLLICGHLYCVDCLRSQMNTALR
RKQLPVLCCVEECHEPLSLVDIKSFLDDDSQKMLWSLSLTQFVEKSGQYKFCPTPDCPSVFKITATADVFTCLECAAKTC
TSCSYEAHKGISCADYIAARQKAPVMKVCRCG                                                
>Ocar_g8175_t1                                                                  
MTKGKTRPKTRRGLRSLIFWRRSKTKKTAQEDQPPKTQTVTAPEENSDSLTCPVCLETALIENCVGTGHCEHRACVICLS
RYFSQEINEARTCLTCPESGCSAAFNPPTIQRVLADDPSSFRKYIDFSLRRVLAKAEPDLRHCPAPDCDYAVIASNCAGC
PRLLCQRPGCETAFCYHCKLEWHPDITCDENRRRKGDVAAGTVTEIGGGLEERVGVVGGGAEVMRPCPRCKTLISKALDG
SCNHMTCAVCGAEFCWLCMKEISDLHYLSLLCGCGGGPSGCTFWGKKPWSRKKRILSQLATLVGAPAGIALLAAIAGPAL
IIGLPAYFGHRAYERKYKSVHKRNLAVVGAVGLSVVASPLLAAVAVSVGIPILFGYVYGVVPVALCRSGAVRASANGIHL
DFDVEDGPVPYFGGRRLSINSVLMSGGGSGTTAAQVHREAAV                                      
>Ocar_g8791_t1                                                                  
MRSNNRVLTKKAELEALYRERVSCPPNGVQLAREILEMDSPPSSRYSKFDLGRLLDDNKPSATSRTNACFLNPISCSDSH
DNLPMIISAFDILEKYAVNLLKPNRPQFWRQIKFSNGVFQARVNCLKGSRDLLKAMGYSEEFPNGLAFPQHVEQPDVDVV
AQVAVELLLARIEVESLHDGSHPNPDSLNEPLLHSTSLIPFCDMSPAGGSEATPRPFTSEMPPRKFKPVPTPRKRLPSGV
CGMCYKTRTMPLQPVKKAGKGKEKQVVKESESVKTEEPAKEETLTQISRQPSQQELNESQMKLRQYSSSHNENVAVAGAL
SPVSPVDSEESFTKSQKAQSAKLGQLMRKQKQRSEESGSIDEESGSSFQRGEERGKAPVVIQLSAEDPRYGFGNAGRTIH
STIGSYVSEGKLKADAKEEWQRRQREDEERAKQLAALQEEREKREQKERIRSADKQFFQFLKMGETLGYSPEEVEVGLKN
SRDPILWLNENWSGTISSVAELAAKESKKSGTNLGPFSYTEARNELLQCGGDCVLAANSLLETREKQVSSRSARGLRLIY
INVHNVAGVNMSYLIDTMFIAAFVHYGVKAVIEEGDFDIPSICHALMESDGDTSLAVTSLQQEILEPFLNRIWTQEGFSS
DDEKRDDIEFRQQKIPLKVQELLEDRNVHIERRIRVAHAEYKMESYGRAYTVIRLLDCEQRGNEQGEGAFDVQQAVKAAN
DLGVFDAALAHLQMECNLCYQVYPADKFLTMTICQHSACRFCIVNYFENAIKEKTVPYMKCPFCDKPNLENNEEVDFYFQ
MLNGMIHKFISQETYELLQKKVNERAICRDPTFRWCPHCKSGHLNEGQVKKIRCPDCNKESCFDCKEKWLPAHDDATCEN
FHMWLIENDPDNQQAGLAAHLNQNGIDCPECNMRFALSKVAVLVTTQRKFDGCAARGFHAHHPRDCLFFLRDNSVHELQF
LLRHLNVDFDVEVQKGQKDAARAQAELGEEELVQLKCHVMEQKETPDGLADEACNKDVDEGFAGLCENHYKEYLVHLINK
NTVDSVFILDTGKIEALLRRELIVMPPKGKGETDDDYLERLREYVQEKSPLKKRDNRGVLHWDN                
>Ocar_g8833_t1                                                                  
MRREDVPPARELVKSYIGHAVKPFVESTEQVALGKGTFLQIRAGAETADVQTDKEFKRLNIYDLPANIGREEVFEAFETF
EVLDVVKIVSSKSDALKGAEGGNGAAEQVKPAGRIFWGFAVFQNHLSAKRAYERAEILDQYGVTRSWWLQPEEHIGFQVK



FVWCPGPSMGRANVRFRDNFSAFAALQTLHNGIPLDNGLLAPVMGIYERNDVTRSTLHLSNCTDSLDELHLKEFFQQAEM
QRPIDISVFRKVNNDAEDYDADLKKLDSLLMRSVGRDQFRFLSRVPIWKKNRQRTAYAEFKTKTAMTAAITQLCKIEGLL
GCQRLLAYRCYSAYVCLRKEINPIMGLPDVEARVKAKVEALRRQLPATTISLYQSKEGRWSFTIVGDEEQAVIVSRTSIF
QCLEGESYALTAGGHFICSSLLKDRSIAPTIREIQDRTGTVILPDSRTEKLRIHGSAEGVDVVKRALDELFATVQIRRIG
LKGGLVPPGLMQAVFHRYGPSVEKLADAVGVSKYQLYVDCRRQDLVACCSEERHRKINDKVHALLEELRGGHTVFRQRSW
RDESSEEECGICFMPIAGNCYSLLICGHRYCLVCLRSQIHAALRGKQLPILCCVEECQKPLAMIDIKSFLDDGSVKRLWS
LSLTQFVERNTTYEFCPTPDCPSVYKKTSTANVFTCLECAAKTCTSCSHEAHRGLSCADYNAVRQDPDRGLQLWVQSTKE
GRESKKCPTCRITIWKNGGCNYMQCIICKTHICWKCLIPFPTQVDYCDHISNMRH                         
>Ocar_g11146_t1                                                                 
MPANSDSGRSPDLWQLFVKGIEGKTSSFDVHQDASVIEFMKLVQKKTLIPPEEQILIHGGKQLEQGKQLKDYHAIGNNAT
LFMVLRLLGGATEPQSIPGKVLDEGLELTDEPDMITWDDDVGGQRAKMHCGHAIGPDSLTAFCRSVLDVGRYRFFCPYMS
DASVYCGKEWAYVEVRRLAVLSDDEQKHFETKISENYINKAMGVQQCPQCQTYCARARPEDKRVVCGVCSRKPGASSFHF
CWHCLHEWRNDGTKKCGNDECTGEDHRIRILRNAPDKSVVGVMCPSRRACPNCGMLIEHQDKCKQMKCLCGKEFCFICLK
EKGNGKWQCGRYNAKCTPAERQKNIPGG                                                    
>Aque_XP_003390230                                                              
MATWSVIVVGIEEGHYLVKVADDEAAFRKTTIKQLKKKISDSKAGLVAPEYMRLLFAGKQLEDEDSSTNEEKTLEDYNIQ
KRSAITVVMRVHGGSDGSLSSINRVPVPPLTEDKEYPSDFALKFTDDPDCLDPLPDPNAPKRVKMKCGHAVDPNTLTAYC
RSLLDQHVFKFTCPAIVDSKTNKQCKKEWDYTDVRLAALLNDAEMQYFESKMSEYAASQYCDLKECPGCRSFVERVDLDN
LNVHCPLCTKKKGKVYEFCWHCLKEWTGPRKSSVKCGDESCIHPDLPSIRDAPDFVLNGKNVPNRRACPTCGKVVEHNTR
GCKFIICPRCKKEFCFMCLELKEVCLKSAPSSWHTICKKAVAPKQTIIPCWSRNK                         
>Aque_XP_003388696                                                              
MAARQAVLFDVSVRDSAGRTQIIPVRASTSVSDIKRSFSEKTGVPLNSYQLVFAGRQLSDADTLQALGVQSHSTLFCIRG
GVKVEAVPDISVKAVEDKLGKIATDDIEDPPSSPSAANNRFYVYCKSVCKEMKPGKLRVRCASCKDDRFTLTTEPQGWSD
VLEKQKLRGRCYNDKCGGDKFAEFYFKCAGHTSGAAGVRDDECVALHMIRTNTVDIECPLCADEKDIMVVFTCDGKDGHC
LCLDCFKDFARLALTERRFIENAQSGYSIQCPNRCPDSFITEIHHFRLLGDELYERYQRFGTEECLLQMGGVLCPQVGCG
MGMLPEDPGNRVTCPTCRHTFCRNCKNPYHRGNCDAAPPIQALAGTGQQIDGERLRRSRWDEASDAFIRSNASIKPCPRC
HVNIEKNGGCMHMTCSKCRFNFCWICLIEWGRRCQDNHWFGERN                                    
>Aque_XP_003388531                                                              
MATTGGDIIIKVIGSAQVTSLYITLTTVEPQTEQTFKSYLQSKIRLKKGSFTIIKFKPTNNEGTVEIEISFASINKAKRA
RRVISKHTPNAIVSLQSFSSATLRDSIVKYRGMMTLKTSQYIEQHDIKIQNVQAHEKELKQESKKLSLAEAGRRLSSLEV
VKEEVKELRRQKEEFLKTCADIDQKFVRLEASLYSRRKPLNDQMTSLQKRFARECVRLFKSLPIYARRSDIINTVTRNQV
VVLIGETGSGKSTQIVQYLYDAGFGERGLIACTQPRKVAAITLANHVSKEMCSSVGEVVGHRLGSFDSTSSETVIVYMTD
HSLLNEIIADPWLRQYSCLVIDEAHERSLNTDILLSLIKQCLLQRPELRIIITSATINPDIFVKYFGGSVSCPVVRVSGR
TFPVEVIWNPLSIQYSADCTPLTIDIVNNCLSVVKKIHTEEPDGDVLVFLSSLGDIETACSAATDEFPDAVVLPLHGRLQ
PDEQRRVFEDVPGRRKIVFSTNVAETSVTIPGIKYIVDSGLAKEMCFDPKRNMNSLEECLISKSSAEQRKGRAGRVSAGK
CYRIYTEDQYYNMRERTPPEILRMHLIHAVLKLYEFGIADILSFDFVEKPDQATLKSAVDTLQFLGAVNDGSSQDRLTKF
GRQLAILPIDPQLGKVLLDGIEAGIGLEAAVSVSLSSFGGNVFYRAGNDEAKRESDRMKIQFVHSGGDQMTCLSVYKKWS
SCKKEERNRWCVRNYINAKSMRMVEETVKELRHILCYSFQINLPHKLPPSLSLAESQLPKLYFFAFLRNLAVYLGHSWIG
YMTTAHLSSINDPLVPFPGSALVQHNETPQYVIYEKTLKTSKHFLLQVLSVEQDWITEAISRGQLSHDPAEDAKEYIVSP
VILDRIGQVIGSKCFRNDIRGLTERMRAVCDGAPVQADLGQLNLGKICVYSSKKYHNRLKEFLSKKVQMARTELLSGCIE
SGVVRPDDVIRVVLSRGGAIEHVLMPHQYRTIVVRGPNTTAINEAVPALTESGVILNTKLKEFKNESKLFVTFSHPLMAS
HAVSNVTNLPKEVTVIPQFQKASGSPSLKYFRLKVEWVRRERKDFGFVEFSTFNDYFSCLQKIGSSVIVCGSILQIKPSH
KPNQLFMPQVAKHITKEDIEDVLDALLQDTGAEYKVFFIREKSFETSDALHLALEYQLKYVLQKYALENQFIVKFNKPSP
QHADYRAFVDFFDPSVGQRVMNNLNGESVAGKPLNVQVVLCTSVRFTPQIYSVVSEEVDQVKANIEQEFSQVVRFVQKPD
KYGNVIVEIQSTDVEAFGAAKSLLNNLLLPVVQECQSPLLCHYILSKLSRKELDDIQCATTTVIICNTRSMTISIYGNKS
NQELARCKLDDHIQYLESRGISIHDIHLKGQGKPPGLMKHIVSTFGVDLTGLLSLEGVESATLEPRKQVLSMFCSNDAYD
HIKKVISDYSVSKPKANAADVLECSICLCEIEDASEVFLLEYCGHASHIQCIAVQVAANAVTFPLQCSAEGCSESFVWQD
CENLFKKTSLTLAGLVESSLKSFLGANRDKARPCPTPDCQMVYAVSNDGQRFVCPHCQIQICTTCHEQYHDGLTCEMYKS
SKNVENKFQEWLKENPKNRKQCPKCTIAIEKTEGCNYMYCIQCRTHICWVCTKPFDNEQDCYAHLHKVHGGIQ       
>Aque_XP_003388172                                                              
MANEGTKTVPAKNSVMIEEQEDEMMMLEAMRKKELEFQWEVIENKVEGTMRVELELPNQGLPIKIDPECGIYSESKFKAL
DTLATVLYLPPIKLHFQLNHLYPLEEPPSFSLSCCWLNFSQLGVLCRNLDQIWKDQCGAPVLYQWQQFLAHESMTVLGID
GLLAIKYQNPRALQSDWDARGIQEMKNLFSIVPLLIEYDNQQRTIVFQSSHFTCQICCINVSGSECIRLQSCPHVTCKEC
MVTYLTSKIGDGSVATIDCPGSNCREPILPGLIQCLISPQLFERYDKLLLQRTLDGMTDIVYCPRPTCHCVTLKEEDSNM
ALCPNCKFSFCVLCKRTWHGISPCKMLPQDIKELKEAYETGDKELQKSLELQYGKKYLERAFQEYESSSWIKSNTKPCPN
CHSTIEKDHGCNKMACLTCNCQFCWLCGSALPRHNPYNHYHPGNSACGGKLFEGELPEENDELIL               
>Aque_XP_003388116                                                              
MTSYYTYFIVEYILPLLLGIIATVAVGVAGSCILNPGKLVRIMFPYISENDDNTVVFGFILTKYDIRILFWSIMLPVVFI
TMGLFGSVFTEHTFGRHSPYDDADCFYYINNTYIDLNLSEAAVLDEDIECFKWNINLGDALGKATGTLAIAWIIVSFEIW
VILNLGHRLKKCVKITPKKPRKCRIYYSCFLMGFIPVCSIMLYIGLSIVALYGVTWLFYLVDPKNFLIIFILLSSMIMFC
IPIKKEPKSLDEYCRETMKKRKKPKEPKDKRIAIETDGAIQEYTEGGESGCQIRIDILKEMIELEYKRGLANEAANYIGK
DKTREIATNKIIMGGTTHSRLFFQAIKESNERKAVELYKSSEELQSLDPNKPYGRFHRAVSPLHLAAKRGFFELLKLFMK



NGGKADLVDSRGQTVVHHICRSSNGTDSIVDQTRSEMLLFVINICLSPEKICPDLSLSPQLLNLSRQDKALNTPLHLAAG
SGLVLTSQVLLNHGAVVHITNVAGQTPFAVADSGGHREIVKLIEPKMVFTVTPESSLVVQKPETLRLESYQGVERDELQV
IKTDLIQGTAAILDIPVLSAQRLLEHFGWSQVLVVDSWLLDPMNTCSVAKVKLPMARQTSLAVEVVVMKQTSREEHICEI
CGDPSIELLSNPDCTHSFCKLCWMEYFSSKVKDGKVTNIPCPGFGCEELVNQELVLRLLPSEMSAKFAHFDLGSFIEGNP
NTRWCPHPGCERAVHLKLSKDGGGAGGGAARAVSDSSESSAQSSAGVQQRNVDCGAGHFFCWSCSEEAHDPCNCDSWKAW
KSKIASLADRDISKATAASLSERATSEAWVAKNSKPCPKCKIPIQRSDGCNHMTCSKCNHDFCWACLGRWAIHSSRTGGY
YTCNRFQALKRAKEHLEAMKQHAELESNKKNAQYFKHAYNRYSNHCQSLEFEEKMLSNLSEKVQSLMASAQAAAVTRLED
QDKEGQFAKDAIRELLKSRLVLRASYALSYYTDGEKRRDELLKLIAPLEKSTEGLAEMIARPHLCTPKDKIVLGTIESRL
ARRVFIEKARGFNTQKLSVPEFEDPEDDGLISDHTDTDTDTDTDSWYSSSPPTPDSPIIIVPGIPRAPDLPRELEILYES
DDEYYWD                                                                         
>Aque_XP_003386078                                                              
MVEKKTGVPTSEQRLIFGGKQLENSKKLGDYPLLKHNATVFLILRLPGGADRISLEERHTPMDPGLQYSVDDPCMICFTH
PNDEDQIYTARRLPLVMPCPGGHSVMHPHCFMQYCQNEIFDNKKEAICCPQCQTEWSLDIIKKYGVATEEEIEIFADGMS
VNVIHNDPDVTECPGCLSYCERRSKKDIRMHCRICAKQGKNCEFCWHCKLNWKTRGTKECGNTNCKAVDILAQIKAAPLK
RVVGVLCPSIRLCPYCGTAIQHAHSCKHMMCSTCKCEFCFICLRPARDGSWQCGRYNTKCVPAPRQEKNVTVKQVMSLVQ
AKTGIPPAEQRLIHGGKQLDEEKNIIDYPNLGPNSTLFLVLRLPGGTGLISLAERDTPRGPDFEYSDGTPCMICFTHPND
DNRYNAKRLPLVLPCRRGHTIMHPHCFIQYCQNEIFDNKREAVCCPQCQNEWTLDVIQKYGVATKEEIEIFSNGLSVNVI
HNDPNISECPGCLSYCERKNKTDNRVHCRMCAKQGKNYEFCWHCKQNWTGDGSKNCGNPKCNAADILEQINAAPQKEVIG
VLCPSMRLCPNCGTAIEHKSACKQMSCKICQCEFCFICLRQKRDGSWQCGRSYDKCTPAPRQVKVPSRK           
>Aque_XP_003385002                                                              
MAFDSQESQTSSVGDYYESEEEEEDDYKYFEEEDLMEDSETFSKENSDPEWYEHSCMPSQEVWSIIKKEVCQLSQDLQVT
DPIARLLLYSTKWDKSLAVSKFNGDKNQFFIDAHIHPSKPKRQPLEPCTECPICFSSDDANYQLYCGHSFCCDCWISYII
SKLERGVSLGIECMDCDVLMGFEVIDTLLVKRSSVIRRYYQLALSQIVESHPLLRWCPGRDCDMVFAVKEPLPKRIQCTH
CNLATCFQCGEEYHSPTDCESFKNWLLKCRDDSETAHYITSNTKDCPKCSSAIEKNGGCNHIRCTKCSFDFCWMCLSAWA
KHNNEYYACSRYQADPDVMKAKVTKAREALKKYIFYFERWDNHHKSLLLEEETRFKIQTRIKEQVSNGEGTWIDWQYLLD
AADLLRKCRYTLKYTYPRAYWMIGDKKHLFEYQQAQLELEIENLSWKVERATITDRADLERQMAVTEIRRVTLLRDFKHY
>Aque_XP_003384420                                                              
MSFRELKDSLYYTFLDSKERGVKENQIELAKKCVSSGVLDERLDIYDRYTKIDFNRLIAQNEYPPLVTALNLLLQYITNL
LPPNPPANWWSIYTRNTSFKVRLGSVKGAREILKQAGYTQTSGDSITFPEDRRDAPDRQHLSDLATELLLARVECEGIIG
QAYPNPKTQQSVGYAPQGYNEQQYSQRGGYEPPHSQGNQRGDQFYPQEHQQRGGGGGGYNQSQHGRGQDGYPQQQGGDYG
RGSGGYNEFNQGYPGNNEYHSQGQPGYNQQGYNPPRSASDQRGSEYEPGYNQQRSSYDHEQSRHDQQGHNQWSSSSQQGQ
AYGQPTGDRQGSTQASNYDQYGTSQPYDQRGSSGYMHDQLRSNHGQERHGYNQHDRGAPQDSVGFPYLPDQHPPPGNYSK
PTIPSERSNPPGRAVQTAVVPSSAGPRDSQDRYRYNQHDKGSPQESVGFPYLPDQYAPPGNLERSKPPPRGAQTTAFPSS
AGPRDTQDRYHYNQYERGPPQDSVGFSYSPDQYAPPGNSESSKPPPRGSQTTAFSSSAGPRGPPLAKRESDPFRKESSRG
VSPEPSQGPDRSSGPQERSYSGSHSGSGPQSFSKGNSGPQSETHSKPSSGNQSEDGNTSINDGSITSNPSTPASSMSAAA
SRKKKMQEMIEKAKKAREAASKEDIEPSKPSTSEPSTPSGTSTAGRTPVSTAPVHTTGGGPDPPRKPVSSSFDCIKEVDE
DLCDNYPANAHTPSKPDPHRDYPFDRKKDSGPREEPIDQDESMWATRVPQPQDRPEPRTPSRPPERPSSNEHNRGDSRTT
FDRGANREPYGKPPEHLDRGANRESYDRPLGHFDRRPNRESYDRPPEHFNRGSNWESYDRPPDHFDRGPNREPFDRPPEP
PSDPRHDLYSTKREDETGGAVGEATGGGVRSSAMDHQFQKYKAEANYFRSLSVEDQRARLEDKLRHNETITHLKPHYKGT
DLYSLTDNTHETPPPADQLMTMEGERGRGRGAAKLDPSVINDEMEEQKKRDKIKEDGQFFMHWLKECTPFGFSPEEVQIA
LKRSPKDPLHYLQNKWLEIIKSTITGVKFAKCNEGSYGIPSRNEVRLVLIECQGDITAAKKLCVKNRKKKIDELFKKIDG
RFQVSWDDAVQALSETELDVDKAYYTVQCYGLQELYQYLTSDFSKMIKGGKTEMEYLKGLIIERMKEKDSEDVYNSCLRM
VMSEFRLGTMEKAEILVTLLTEKSEYPLAYYIDATRYNEDLETARSFLNQPCTICYDEFPMDEMVCMPACGESLCKDCFK
GHFSIAIKEKSVKHFNCPICGLPDVGNNDQTLEMNLQLFVAMVKQNLDSADYDLCQKKLADFNLSKEPGFVWCTHEGCGA
GFINDFRDRKKVECPNCKRLMCFLCKKKWEDQHEGLSCDQFAQWKADNDPEAQKAGLAAILKENGISCPGCKARYDLARG
GCMHFHCTQCPHEFCSGCNNEYHKTADACGRQYCKTGSSKPLGLHAHHPRDCLFYLRDFPVDQLQKLLNDNNVKYDTNPP
ETQVAATKEMKEKGTPLVPVDKPEAPGPDGEQGDIPKPPVHVIDGEEIVLVCQVMLQKETPDGLKDEECLRSAPVGMAGL
CEVHYKEYLVNKINKEGLDPVEMYGIHQVKLILRREELEVPEEEDDEGEEQYKGKLIEYIFQHIARDSTDRINETETSIC
LNQTYITDLTNSTTFVAIQSHVNLISMETEIIYLVLSGIVSLLLGSVSDVVGRKPVFVIVFAGMILTSISQIFIVYFDAP
PRLYLIPAFLFGISGGHAALIGLVFASVSDMTASKKWLTFRMGIVEAALTLAQGTSAPALNEWIQNSGCNFRPTVWLMLS
ITVLAMFFLIPFPESKAKDPADKDHSNWDRFSRIFSGFKVFLQPSSIGYSKWWRLCCVLCVVVLEIITLIGLDQVLEYFL
HNEPLQWGYTRIGYYKAIAAFSRGACLLFLLPILIILKFSNLVICLIACVFAVVTSCMIATVRANWEMYVAGVFGGVSFI
TFPAIRSILTELVPSQNLGAVFSITASLQTLISIGSTVLYNEVYHPQANIKGHTYHAGTMFWIAAGFWGATIPILLLLLL
CRPRKSLRNAEKRGLLEESERTSDYSSLAYSVNNG                                             
>Aque_XP_003383304                                                              
MGTIESKFCQLIVSDSLGEAIKLWQSNEELQKINVNTGLKGSRNKDPPLHCLLRHGNYRSADMKGLLQILLDKGANPISL
NSMSETALHILCCSQRQGARENKARCDVLEILLQRLPNPDTRTSTATAKQGGTRKLTKWLGMQDSSQNTALHLAAASGLL
DCVELLLAYGAPLFVTNIAKKTAMESAVDAKQMIIAQFLESQMVINDEKGSSGDFKEALPVKQKLQSFYNPDQLKAMQED
LVKKVSEELKIVPDAARALLSSYSWSQDLVTDAWKKNKSEACAKAGLDMAHVHNASQVAESISQKCCEICYEAISLNERT
EVPCGHHFCRDCWASYLEVSVKEGGGKDISCPGHDCSTPVPMAIIAKLVSDELYRKYSDLNVQHFVDSSKDFKWCPHPNC
NQAVMKGEVRKAAPELGKQHGINVECGNGHGFCWNCNKHAHEPCECEVWAKWLSEISRMAADANLDMSKIAEQAEADAQW
IINNTKPCPSCSCPIQKTEGCNHMTCRKCYHDFCWVCLDPWGDHSYRTGGYFSCNRYIAQRRASGRVNEARSNMAKQYRK



TATEDAKRQLEKFTHYHDRYMNHLHAIQIECQILAMSQAKTRSLMSMRKVVEKKVASKRQSHDDIKASLRPGFKIAPPSA
KDINPDDAENFLEGVVRVLLHSRRILSASYGIGFLIPDEKKEVREAHETLQGKLEEVVESLAQMVNRSYLNTPRAEMASR
ARDVDFICQEFIEVMREVVLSGLREEPPPPRPPRPPTPEEVEIEIDPLILFAHLAMRNDPQFREIFNRLMAENDDDDDA 
>Aque_XP_003382988                                                              
MAEIEEEDFMYDYEESDDEEDEDEEGDFVSDGLLREDSVPSGSKLKAEWQTLSPDQLSKKMFEIVDDVNAVFQLPTPHVR
ILLTACKWDKEKLMERYYAGDQEALFREAHLIHPKKRNPNPVIVVRAQSTSTCGAAASSKQEYICDICMMSYSTDHMMGL
ECGHLFCRPCWNNYLTVMVMSQGRAQTLSCPATSCDIVVDEATVLELLTDGEVRKKYQYLITNSFVQDHPLLKWCPSPGC
CNALLASNNVEHEPVSCSCGHSFCFKCSRDPHEPILCTYLSKWLKKCDDDSETSNWIHVNTKECPKCSATIEKNGGCNHM
ICCNNSCKAEFCWVCLGPWEPHGTSWYNCNRYNESDAKSARDAQMGSRAALERYLFYCNRYMNHLRSSKMEAKLYEMVHE
KMKELQQLGMSWVEIQFMKKAVDVLCLCRQTLMYTYVFAYYLKKNNHMLIFEDNQSDLEIATELLSEYLEREITSVSLDQ
LKIQVQDKSKYCEARRKVLLEHVYEGYDQDFWDFTEL                                           
>Mbre_XP_001748603                                                              
MAAMHQQHPRDKRVAKIHEAIRLGNFSQGLTLSQQTLKKDPGNKHALAFKALSLRCLGKHSECEEILAQFTDEDIHVDHV
RVLEQCYLEVDDSENVLRLFRVLAEKMPKDEEMQIQYFMRLSIWRQHKLAQAQATNLFKLFKKQQFQDWAIMSLYLQTLD
EKTLALYCMVLDATAQPKALLELLDRDTRAELGNGQLLPRGRDRVGKLMAALKGSQQHAQLNAVAQENLAALPDDWVSYL
HYLDSAFALAEPAASAGDATDDTADEASYHSSEFKPHTQFADVQAHLEKLARQEFAKSGPCRGPFLALLEFHQRRGNPWT
DVEPVLEQYLEKFGSKLCCFPDLQSYLDRLLDSGHTAQFLATVASSLQAAEARQESSVKLALRRGQERMFQRYCSSLAST
EEQFSSLTAEYIETLPLGADLQSTELQYADTFALLAAHVALDLFAAQVSYTSTLAGEHTTLLRAVHLLEFALTKSSASSQ
LRLCLVRIYLLLGAGASALTHWRMLDIKSIQHDSIGYLMLETLPRIGGCEQALGLANEGLRFLSGAEASAQEALTRAFQH
NTFPMIEEFYHMLHKLSKSTMATSSTCDALRIHFMTNAKTLTEMQSGFDLVVEDMPSDEVLASNGLADNRQFEVMDDFVR
STRSVDAAYVKELNARYLRFRCRLLRVLERTVDDNVDNFAEDMTALVADLAQVDQHQASLAAAATSEFVYPFTAVYDMPE
SGCKGDALTELVSRVGDAARALSQGYEAVAKQLNQRLAALEAATLPSSADLEVAVDSAEILASYRLIVLRILKRLELPES
VPKPRRKTVTAVREAVTTAIATTVDLLVELRDKAANINKTWLSTRSEQTFEVQLPGLTEGPQWQTSMIRAIYASIHNICN
AQVGYAAVTGSKKSSRVNDCHQRARAKIGLRDINDCPVAVSGARGGFSQLIFLKTALGPFIFALSLAIMTKQTTTTIPAS
GVPEAPPLPNQTRTAVLKTPQRPATAPLTSSNDSASVFALAAQVARSRRQTREARRASMLRKKRRPACLCHADGVWSADA
ISSTSCSSDTDSDSDTCSDSESNVDATSILSFALQHDIFSDAWEPPKCCSCTAAGSDSADSAAAATASAAEHQLSCLVCF
EDIAAGSSTLHYTCQHGHTVCSGCLTRCLGVRAEDNNHFVNPFQCPGHCQESIPITTVRKAVHARDFDKLQDLHTRFLNP
STTSCPACHVAVDVGAAFPALECPSCHLSFCAYHGLDHAGAPCRPPRESLVARLRTKIWLWRTTRKCPNCLNRIEKNGGC
PHMTCRCGYEMCWNCGGAYYRYGRSGHDQQLFPKLSELKFQCNSAKMWSLRVLAVLGIVPVGAVYLSGKYLVVYPLLCVT
VGGLVSLRAVRRRLHRRALRREHAARARGVRPGHALLAVCI                                       
>Mbre_XP_001747235                                                              
MPEAGVVIGPDAMAEGAVVPMASAPPTCDICMENHVNISLDCGHQACSACACAAFCNDIARSFVPVPCFGCSAEVPLDIV
CEVLRDRPDMLEKMQIYGLRRALQRIPDARFCPHPNCSWAVICTKRFLRRRGPIQCQVCHHEFCFKCRQPAHPGEPCQYH
DAEHTKPCPTCATPIFKVDPESCNAISCTICRTEFCWLCGKRLYTHGLSHYFSLGGCTMYGRQRWNREKIQAYRRSAPIT
FPLVLAGAAAIVPLSAALTPIAVMVEDWRTSRRMELSRLRRFFRALGYGLLSLIILVPLILPNIIDVAHQGATVGLACFA
VRGAVFAYIQLPVEEVYALALKGRQCCLPRPDPDPEANAVSSESQSDIMPTPELTSTPVPAAAPTPTSTLAIANQPHSVE
MDSVA                                                                           
>Mbre_XP_001746531                                                              
MDSDDDLVSSGTEVWSFCMGHLRVWESVHCLCADFAGFCLFGKRCVPFGSRRPLDDVPSGLTCALHAMPPQMDDEYESDL
GSDEGDGDEALAMDSETEEVHEAKVDVLTPTELLSAQFQAIEEVNSIFQIPAATARHLLAHFNWNKERLLERYYSDGDPD
RLYAEAHCVKPENIQTNLVTECGICCGDIQPDESVQLPCGHPFCQSCWAAYFREKVMNQGTTDIACMEYTCDVLVDEYTV
SKPYPSRNPRAFANVPLDHTIAFDGFLLFQQLVIVLLLKDDQETLARYNYLVAKAFVKHNKKIQWCPAVNCTYALRLELP
RAQPVTCKCGTTFCFKCQQEWHAPLKCTMLGRWLKKCADDSETSNWLSSHTKECPKCHATIEKNGGCNHMTCQECRHEFC
WQCMGDWAPHGSSWYQCNRFDEQDAKDARARALDSRASLDRYLFYFHRFANHDHSSKLEHKLWQLVEHKQREMQKANFTW
IEVQFLGKAVESLQRARSVLKFTYVFAYYLAKNNQCEIFESNQRDLEMATERLSGFLEGEATDIDLSKLRLEVMDLSNYC
DRRYDVLLDHVQEGYEKGLWEYNDEDMRTAMATES                                             
>Mbre_XP_001746136                                                              
MAVPASKRAKVHLTSAHKSQKDSAAVMESEDDFVNSDFDEEEEEDFSADDHSDDHSDDHSDDEDVADVHLLPNPSKQPCS
RTPEEILQNIYAFRDRIVEVGGVTPDQAMALLQAHGWSTERSLTALFSATDAAFRAACLPAPSAADSGTGSQTAAEECCV
CSDEDCELHALCGCSHKACMSCWETYCQEAAIKGLIESYVQQQPSLKWCPTPNCNTVVERRFAESDAEAQDQSVTCGVCN
EVFCFACGVFHVPATCEMMREFQTASKVDGSAVDWLSSIQAKPCPKCDTFIEKAGGCNWLMCRQCGHGFCWLCGETIQHR
EIDAAGGTHRCNIFKETGKLPPGWILQNKAAVPEKPNRDSLRFIHYYSRARSHEESLIREQARGELLKQNTVEWQLRELQ
ETALRELRRARLALQASYVFALYKVWAADDLQQHIFEDLQHMLESRTENLSIILEDSLKGDIKVENLREQMLGGIDAVKI
NLKNLVNSGHVPNSSTAAHGASASAATGGMPTFAASHNVHARGGDA                                  
>Sros_PTSG_00728                                                                
MTDDEDRSNECVVCGLDEDVAVVPKCHHGICKECLRMHAKSCMDTRRLPVQCAACTEDVPLNMVLDALPPEEQDQLSTAM
LRAALEKDPQVRFCPAPDCGYAVFLGEDMTLCPYASCDRCGTAFCTRCKHKAHGRNPCVLTDLPPNTKPCPKCFAPIEKA
QDGSCNHVRCYVCKTDFCWLCLKPLSQMDTINHYVGMTGCTMFGSKPWSEGKRLAVHRSSPLWVPFAIGLGAVAVPLMSL
SLPVVAAKEAYKDNQEASKARRVWRGFKSGIGTLLIGTPILAVAYTVVALKGAWFAYVKMPCREVHSCCRSGRPPSGVVD
LTPQSALPSGHRLASDSAA*                                                            
>Sros_PTSG_01115                                                                
MEQHKSDDKTMAHCHSEGRSDVSDERMQDAQQQEQQQAAIEAQLAAMKQMLSRLMGVQAKAEEKLANLQTAATAATQADR



PEADTTTATAATTADTMTTATTTTPTAAADECSATSTRSATPEVGDRDEDAHVKRAEADEAEEAGEGGMVVREAEAESND
TVLAEEEEQRETGAHVQSGEEADLTQGEAQENEKSTEERNEKQEKDDEEEKLGVCPVFTNALVCLNRAWTPRQDRVVDFA
VNFLGKDSVTLLIAVRNVAPKKHVFVRYTDDAWATYSDAKATQVGIRKSTTSDAAELQYMTFSADVVFAPHVHEVELCIC
YRAGEQTHWNNNDEMNYKLSIIGVDASAQSMLLESVNGHKGECEHCTTVVSKNGECPVCLTPDTLLYPSVHSWASEHWVT
QGCGHSACRECLANWYRVQVLDGARVIRCIAPDCDLQVKPPDVHVVDVLLGALFVMNQRTSHEGHFKDMMQDSELACWLN
DNARKCPSCAVAVERETGCNEMLCHCGARFCYECGESLEGGTCLCSEY*                               
>Sros_PTSG_05741                                                                
MDDEETFMAMSDDEEFPVGGSDDEDFGEDNDDVMVDDDDDDGDDEAMFGVEESGAPTLLVDETQCTFITADELIAQQVHL
IKEISSVLQLPHGTARVLLEHFGWSKEQLMERYWTEDHDKLFADARCIQPKDMKDQCDEDMCSICGNDNKEELLQIGCGH
GFCHECWVAYLEEKILSQGKQSIECPEYNCNILVDESTVTSLLKGPAHAETLARYYERVADAIVDSKKTMRWCPAPDCKF
AVIAPHSKCKMVKCKCGFEFCFQCGQENHTPVLCLMLKAWLKKCADDSETSNWLQAHTKPCPKCASVIEKNGGCNHMSCR
KCKHEFCWICLGDWEPHGSSWFNCTRFNDSETAVVREKVDASRSLLKRYLFYFDRFKNHQSSRQFEEKLVKAVDWKMKQM
QKQGWGWVEVQFLIQAVATLQQARRVLQYTYVFAYYLKKTPQCLIFEENQADLQMQTERLSEYLEQRAAKMDDLHNLKQQ
VMNLRAYCEHRLQKLVEHVEEGYKVGFWEYDEKIAEEMVGQVDEFNESLEL*                            
>Sros_PTSG_12109                                                                
MGDVRVEELETLEDICEGTGEVEWHKDKDGVTLRGMLCVSPEIEELQVHFQQRALPMLRTTRRPKPLASDSDATDAAYVI
TIEHLPPVQVSFSLSPSYPEDELPTYTICCPYLTPEQLSSVCRRLDDIWEEIGRGEVLMEWVNFIKYECLSHVGIEDRLP
IHARKPAIHNTAAAIDPRVKDVALPPLNLTNHVLEHDAREDERCFEQGQHTCAICFSEHDGKDCLRFVVCRHVFCRECLG
THFSTQITDGQFRNLTCPDPDCRNIALPTEVQQLVPTKLFTKYDAKLLETTLAEMEDVVLCPRPACQQPVIVEDDTTLGR
CATCSYTFCTMCRRSYHGVNKCKVADFSALLNEYKKGDEEHKAFLIKKYGEKRIRQALEEEATASYLQEETVPCPGCSAH
TSKIDGCNKMVCSKCRTYFCYLCRSKLPASDPYAHFNRGPCQSRLFEGVFQPEDEEAWAWQMDQFFFVVA*         
>Cowc_CAOG_00042                                                                
MTLQTCCICCFTEPALDVAAMLAMNTRKELIELNAKMLNQQNDSSRSSLFAPTKDLSSIQVTEDEMTILCAGSGAPSKTQ
QQQEEDDQQVRQEPDVQQSAMTSPSQNETNHSAAAVLEQRQTTAKAILDRLAANSIQIGAWRWSSVCCRDMCVRCVIYNS
TNTDQWGLPRLTCPCCEGAIPLRILFEWQDAMIRNFQVRLQLAQAECLEATTPENADKVATFQRHLASAQGRAEQLLAAT
VRGIVYMMRTTNQSAKQISTKFPMILSKYILRAVQPLLTRALRRDSHENDEDEENEEAEASSSQARPLKPRAKRWQPPQS
ILDCIAKMTRDLHSEDSMKSLVDDGFVTCAHCCDPIPLFSTTSMQQTQAESTTAQAHPKDSDIETPEVRDVIAAVAMNVD
PDLDACVSALAAHRLECRKLETDIAVFQDALKAAQEADPAFVARVAATEATSTRRRGGKFFGVRRNDFAVDHQRKHAERI
EQARLDLKAATNALEVEKARFALALKESHNACAAEGAVISNLEFVSLLHKHDLLRDESHPFGQSVYYHDFKHLGRDFGYD
GDADAIEFFRLSQQQYSRTFAEDTWIQCPSCYLDTCRTCFREAHPDETCEQRMKRDIANHAVGEWNTFAYKNADFYFAPG
SDAHRALLVLDDDDDDDEASKPLLVEKAETAPKAAAATVTIVTPTTTLLSPMARVLSQLWQLSAGPLGAVYSWLDGTWLR
QALSRLIPRLGAAAQRPLVPPTLQETQNALPAGRTRDTRNRGADKLWDRSDFQVAQLETNLAAHLVVRNTTLPCMMCRRP
ITRDGGCPHMTCSFCTADWCWDCASVDSWLKQGVWPTEFATSPVSEGLQLVMQKLFKRAKTCDQNKSSADYTLAHGLELL
GESSAGTSNDAAGAPAARDKVPAYHFEEDDNDAQYTVVSDFDDPYYEMALAWPNAEAIRIPLSRSQLTYLRQCMFYYRTG
DCCKEHHITFSATLPHLN*                                                             
>Cowc_CAOG_00584                                                                
MQSSPGVSSSSAASASGSAPHSQTSKLAFIRDAVASMLRTTTPANQLADLRCVLQELLQDVDRHARRNNVSPWPPHSLLS
AAPRAPAPMPPPPPLRTHASAPAATTCVPMKLYQNDDMDDDDDDGPGLTDRRMGGAAFGTAQAQAQAVPSAPIYASLDDD
SSYELVDGDFLQSCCNHHVQRQHDDEQSLALARQLDAQYRREEEDSWALAQRLQEQEEQEDRARAAREHRLAEAKSLEFV
RQLQEQEEAEACWRKQQEQASADAARRVAEEDRRRAADNMRNKAQNEKFLESVQQGYARCPNAACGQIFECIPGARHEGE
ADQQNPAFVPKWTESPEVVAGHWRQHRFRCIACNTEFCSSCHQSPYHTGFTCEGLKQHDAAVKCRYCGRAVAGYVSGIPC
CDTPECSEKKTRACTKSLPCGHACYGVLNEAQCMPCLEPGCGAHVASGVNQNGQDDCSLCYAEPLAQAPCIRNACGHVFH
HACLVQQISAGHSGKRIVFTYLKCPQCPKLISHPALEAQLKPHMELYELIKQKALVRMDHDNDIPDRAGLSEEEKVKRAL
ASYSYYKCFKCPSWYYGGRVECGENADAPFNPEELVCAGCSTAGLSNCPTHGAEYIGFKCKFCCERLSTFFCAGTTHFCE
PCHRAGFGAPVKPCRGAPHCLLGPNHIPNGQEYAVGCALCSNLQH*                                  
>Cowc_CAOG_01050                                                                
MSKVARQASNSSSYSDDNYSDDAFDDDDNDDDDDYAMDIEADDEPSKAKDEGFHSEVLMPKDIISTQIQAIEDVNNIFQI
PPSTARILLQFFGWDKERLVERYYDGDQDRLFEEAHIINPHKLPRQDSNTEHKEMTCEICYVDYPRKDMTGLPCNHRFCR
HCWVSYLQSKIMDEGTGEKITCPAHQCPIVADEVTISHLLQGHPEIQARYEFFVAKAFVQGNKLVKWCPAPGCENAVRVN
TVEARPVKCKCGHAWCFGCQQPTHEPVHCPTLKAWLKKCADDSETANWISANTKECPRCKTTIEKNGGCNHITCRSLNCK
YEFCWSCLGAWEPHGASWYNCSRFDEKDSMQARDQHSRSRVSLERYLHYYNRYHNHEQSQKFEQQLFAKVDKKMEEFQQR
GMSWIEVQFLKKAVEVLCLCRQTLKYTYVFGFYLRKNNQAVIFEDNQKDLEMAVETLSQYLEQDMDSATGSASSSSSSSS
SSSSSSSSSAATTAQATSNPTVLADIKQRVLDKSQYCESRRKVLLDHVQDGYEQGVWEFDAAGN*               
>Cowc_CAOG_01611                                                                
MSSTANFEAQTDELLALESIYDKLMLRLTTATPDFATVNSGQVLLNLTVPQDFQVFIPTPLTSAKRDADKAAKANDDDDD
ATADAAPRADKGKRPLGSAPIQQPTPAATANPSSAIEPTYKLEHLPPMRFEFVLPAEYPSSAPPQFTLTCSWLTESLLGR
LCRELDAKWNEQHGEVVLFSWLQWLQDSAFSWLGIPSKMPLRVSQNTRRRFARMMSTKEADTAAASSSSSIAASHPVQQT
SIDESASANTSMPCTPADSHTGNEPPLPAVSGSQAHDAGKARRDPRGVQSANMVSILLRDLIDYDKLESTRIFDEAYQTC
DVCFSDKQGVHVHKLHMCNHIFCNECLGGYFAVQIADGNVRALTCPNTSCKVVALPTEVRKLVSNDLYDRYERLVLQRTL
QEMSDITTCPRQACSATLIVEPDTHLCMCTECRYAFCVYCRRAWHGISPCSILDLKELVAEYVAGTPEERRLLEVRYGAK
NIMSAWEELRTNEWLREYTQQCPNPNCKAAIRKIEGCNKMACSCGAYFCWLCRKLLDKGDPYKHFREDLSECSGRLFSST
NDEAHTRTARLDDADRAFNQLGHHNVRAEVRVAQARAAENNGEEPAPPQPNHPNNAANVRPARPALQEESDDDYTDDDDE



DPYDLFG*                                                                        
>Cowc_CAOG_04614                                                                
MLVQGDIEIEHQQQPAMRRSSLTTQHILAAVATMLENSHNGTDMSGVLEIAASDDASSSSSSSSSSSVDVDVVEVSNPSS
THTQVTNAANFAASPACATAHCCCDAAVTGAHTLSKPAAALDGCGRVRSCSDSAAVCPSALAVLCDALADSASLRSDMSM
DTAARETDTSSRPSILEVDDDRERDEHSHADELIREDANTISVTNSDTPDSVGMHSGPVATSTTTTAAASDEEDVQPASR
SLAKKLVGFVFPSKSNPKSNPRVVAVHELDENDEQDATDAHSTMSSCSSSSEDDSDGGEDDDSGWSTYSSSDSDSVDLAD
LNASTVRQCRNQYCGLGFASPAERNQHELETGHVDASLQSLHNAIPAPPPLPPMFGPLPRRSDGDKWPNATRWPKPAYQD
WLRSTSSNWMRLVATRALDTEHTAPPPANRGNGASTSSSSSSSSTAASSTSAASAALTAKKIFMFSCIICFDELPIESDR
KTSLSACSCDVCKTCLKTYFEERISVGMVKPCCPEPTCKLPESDAALKEIVSKDKFSMLERFRITSSDNPCVRSCPFCFT
LNYRSAKGQATVPYLSPAEDGQDGDKDEEGDKDEVATGAEPLPADEQAAGVETETTGDAVVTVTPPAAVEATKAEKRSLL
ARLREKRVVVDERDQKVQCCSCTQEFCFSCQAPYHTGMSCKDFSMGDIGVEDWSRQVGARRCPRCKTRIARDSGCDHMHC
TVCSMNQHQRKKRLLSSVFHQSDEWCYGCGCRYISLGPIGNHHSAFSIVGCNNLLFKNMPPLRMATRATALVVGVPTVAV
GLTLYATLVLPVKGVRKLVRALR*                                                        
>Cowc_CAOG_06213                                                                
MATAIVNFETMAAANVNVTAVDTDPAIAPAAVDATPTPATPTLKSEWGLVALATDCPWCGCENSIDFITSRLEGEDMAMF
LRAAVRHHRFLIRGVPQDHPKAALPQWMRQLLDKHAELEYITEEPIEYMQCAHCREDFAIVEDEVEMDQLEDKLDLHRVM
WINRRQQRDPCATCPHCYLDTCRDCGMRYDNHRGRSCQDYLKWAIEIGGDWDTFGAKNVEFYLTPEQLAPQVQHAPPHPA
GPEVEAAEVVASIALPRDLHDEVLSLARDRLANMELIAQEARPCPFCGQHIFKNEGCNHMTCKWCKCQFCWICDWEGFAG
AVDDDGEVIPEKRVVTFIDGDCCERHGVTRTLPVLMA*                                          
>Cowc_CAOG_06549                                                                
MDTCTMAVVAAAGGVRTAAGTGTEVVGFAAAPEATSSTSTTLTEAEAEAEAEAAQTQLLPLAHSDDETTPAALASVQQTA
LVISSASEPPLPLPSSPLRPSPLQLLLKQTQDSSAASGTSEEAEGPTKQDDAPRRNSTTRTDELQPAEPEEPEEQDEHGN
ADSDDSELGQVTPEEDAAAASPSPLPDTPASLAAPDPATPANAAAAVVMVHPLFANPHHPHPHSNNNTGSLVSSHSALPS
DAISVQSLDLSLCGFSDYSDYDSVSMTSQHSHVLHPKHHVGSHAHVGVTRAGGHPVPLHAVHLNDQKSKPDKVPRREEEH
ERMDAAAAACLPQQQSQEHPEQPSPTELSQRTEAPDESTPLPLADTDAVHSAGNNTPSPFVARVHRSETSHSLSSVASGS
LSISSTMATAGSLFAHPMSDSACPSPSLSATSEGRRSSRFAATPRQHRNSVHFNDQSYSEPGNSGSQDTHFDDGPSAAES
GGDPDDDDDDNSNHNNTNSNNSNSNASRNGQDDDHEDHEDHAHDDEDDDDRQQRDFHVGRRLGRSYARESISSLSSVTGS
FASTSALASASMYGGVDEDGSQLANSRSNTPTFSIASSHPYASLSPSGSLMSITQTDLATSGATASASRFVSASASASML
SSSHPSSRTRSDSKTSSFSLVDAGAMTAMGDSVSQLADDNISVGADSLSSNLNLYTDSTSVASVVVRGRNAAVMETSTHS
LLSQVSIASSTASQHHNPNVHRDEYSELYERDRTRSRFVPSSTGSRSQGVSPAPSFGARAKPSSSSTSPMRGGRAQSRPQ
PSRQKLAKAAAASASAAAAVAASASASGSVGGGGGSGGGGSSASSSRKRNKTPAHRAANASKSIASSSAAAATPATEHEG
LLSQQPTPIALTSSRGEAVFPMDQSVTLTSSMHYGSPVPGSTSTELDAYLLSRFGTNERPPIDEARLAGSTASSTVATSP
RHSAGGSPGSASPQSVPARLGEKRRRNRNTSRPLWADHVSSSSAPPSDDGSGAATPVHAGAPPSPKPRPPYSRQHSDNSS
RSAQTPAFSHTASSSSAKHHLFRSISFTENYPESSQAIERTAAAAVSSTAVGRPATIALESHVAAGASGGALSRDGSGMS
VLPEDALGADASGLSNSALAQDTTITLEHSHTLSAPIAMGKPVLPTDDKPAAQHDRDGDAGSGNEDGDEAGEEDDQNAPN
SDSDHSSNLSDYERDTEEEEEEYFEEEYDDYEDGEFHNDDDNEDDGDDDDDDDDDDDEDDDDDELSFYSDEDGARPSHTY
PSADAAAAAAATVTSLGGFSSRHVVGTHHSYFAQLGDTSDDENVSDSESAVDERDTDVAAGQQISHGSIHALGSDLRAHA
VREYHSHSAVGASTSAHHRESDVILADIVASLQEIRAHEAITASNEGVAAAAAAAAASSVVGQTSTSELSAGDRANLSAM
MLEAHSLLDECIKAALDGYRLSFDDALRPLPLDIGDDREILARAIAQTRLRALRENESASGSGSRPQPQSDSAHSSAADS
ASTNRPLRGRRFRFVNRPHAAMVPPVDIMAGGLAGARRLDFDPEYLRSSCSMCLEQFALDDIFMYDDCSCIFCVECFVRY
YAMRIEDGDIAHMMCPGCGRLVQHEELVEALRTTFALVRTPDVAARLLERFERLTMIARINANPNARWCPTPDCETAVNR
YLDAPPQAVNARMNMECSRCGLRFCFDCSRGWHNGVDCEAHFRAMLKVAKKEQARLLKQANRIRKGKGPAVLSDTQPRHH
PTPQQHALGWHDSPGNGNPPSSAPATATDQQLAPTNNELVTRGHHASESIEGGSLGAKRRTTRERLVGLFKGGPGPVIVS
DTSGMPPPAEGGVAPVVAHAAQELPPTTTTLTPTEPLDDSAPQVLLGGASETVVDPIGDEQDEGQGLAHLEGRPDLIFVP
FTGPTSTAAAPLVVPDHTMARVPQHVVEEMQATERALTRRVQNPDVVHVDEKQFVKWANKKTRKCPTCKVHIEKVIDGSC
NHMICGVCRTEFCWLCGDKIPPVGHFAKNNIRGCPGLQFGVDSMSTMRRFAAKAHIIGVVAGKGLLVTLGIPVALAAAIP
VATVVGVKAAQRRWRTRQRRNQRL*                                                       
>Mvib_comp10950_c0_seq1_fr4                                                     
CDEASESATSSSRPGTSLLLSTIRRDASGWDVQVLSQELILEAVLLAERKVHEATGFRSSSVRSALRENLWDIERTINAL
KDSKKKKKGKKWAALVEHSLDACGVCYDDELSVENATVLGCGHRFCNACLEEIVRMQVQQGQAAEVQCGACGTLMDLTTL
AWLSGPTEHARVTEQLCSSFVTLQRQSRWCTNSRCGDALHCVPRGPSQTACFPPAVCRCHSAVCIGCGAMPHFPISCDDH
REFERTIGRLKTLIPTRDEEIIVKTKPCPRCRQPIEKDGGCMHMRCAYCKHEFCWSCGKDWLGRNATAQYGGNVHGFFNC
SGDSTELQMHSFEEISNVALVTLYRMSIRNHDLSARRCRMELSSRGKEPSLDTEQADGSKLDSALAQATDRASVGRGKRA
TRGVGHDIALKSRQWALRVLYECHMFCTFAYESPCLPWKQKGQRSRAVEMIQSIEMHIHVLSTQLTQIRHSSSLDAVNKL
VATTRHVRALLPKRMAVAATAMLLRSPKEKEEEE*                                             
>Mvib_comp13017_c1_seq2_fr4                                                     
PDSLDGEPVVFDWCTTLQSLDLSSQNPFQLDISLVNSPQSPSPNTKKPPVRQSALSIPKLLQSIIEFDAAEKQRIFDESY
IECEICYSELAGHKCHRLSLCGHTYCRACLTASFTSALSSNQSRPQCPTGDCTFDVSPLDLKVLLSAAVYAQYEQRLLEK
TLSAMDDVHYCPRPGCGKLVLVERDLGRCPCGFVFCLICNRVYHGVSPCSVEHAQKLLDEYQTASPARQEELERRYGLKK
LLKMREEAETLAYIHEISQQCPHCKFAIQKTTGCNKMVCTSCRNHFCWLCLAKLTAADPYEHFRMGKSVCAGLLFDGMAN
PDWDDEEEEEEEYEGGLFD*Y*TKMLYDCIIIIL*RFH                                          
>Mvib_comp14717_c1_seq1_fr4                                                     



NALL*CALLLFRRRLCSL*LAFASKSS**LLKNFVFSL*LKVANSNAVDPSDLLGDDIDDDVYGDFALDDDDAATGDTET
GRIEPRIMLQPLNEVVPPNEARLLRRHKEQQVADCLKMSVYRARTFLQQHHYDALATVESVLASPPENTGDHPVHVCPVC
FDETDGDGDVTDDDDPVLTVPFCQHQIHQSCLAGYVGSAMRDAVGDVSLRPPFACPACTKGGEYLPRDLVVAVLTRGTDN
AKGAPDPVVQYDAMVDELSATAIRNCDVVPCAYPRCSALVGLDEGRSTATCAACAYAFCVHCRQQAHAPLTCALWRVVSA
ALKPILDSAVGTVSLIGHSAADVATARFLAERTKDCPQCLMPVEKNGGCNHMRCRRCACNFYWCCMGTPGCVCGGRGGLA
PETQSEDAFSQSRYETWLAAEQARVGTSAAVPSFEEWRALRKTRDYQRVFAFKSDQTAAREKLRINRQLETLVYECALVN
NISALDLDMAGGLMREMSRQYAATAKWEGDLAGLARQPPGVQYEGLVSFNSLQLLVSASRLLARLCAHQLLVELGLLDIS
HAAYSTLHGPIRSRLREDVASLVEVLSDKDREGNGNSERQRSAMRSLHFGLILLRRAADQEHVRLMSLERRTPFVNHKRE
PWPAVRFAEFVPDDNAVESALILNIGPAKKQHSTHHHDIWRVFGRWRSFLFSKA*KLITIDLY*SGSRLIETKKKKK   
>Mvib_comp14717_c1_seq2_fr4                                                     
NALL*CALLLFRRRLCSL*LAFASKSS**LLKNFVFSL*LKVANSNAVDPSDLLGDDIDDDVYGDFALDDDDAATGDTET
GRIEPRIMLQPLNEVVPPNEARLLRRHKEQQVADCLKMSVYRARTFLQQHHYDALATVESVLASPPENTGDHPVHVCPVC
FDETDGDGDVTDDDDPVLTVPFCQHQIHQSCLAGYVGSAMRDAVGDVSLRPPFACPACTKGGEYLPRDLVVAVLTRGTDN
AKGAPDPVVQYDAMVDELSATAIRNCDVVPCAYPRCSALVGLDEGRSTATCAACAYAFCVHCRQQAHAPLTCALWRVVSA
ALKPILDSAVGTVSLIGHSAADVATARFLAERTKDCPQCLMPVEKNGGCNHMRCRRCACNFYWCCMGTPGCVCGGRGGLA
PETQSEDAFSQSRYETWLAAEQARVGTSAAVPSFEEWRALRKTRGRCQ                                
>Mvib_comp15429_c0_seq2_fr4                                                     
ELLFYIILISVIRLTMDEDEEFWNDDEEYGDDEDDDGDMDVDEAEDLNPAVHFDDPVDDHSPTHKIPYRIVDPESLRAMQ
QQMIKQVEDLTGVTRPRARTLLIFFRWDVEAVMSEFIERGVEELMRSAGIVSSEEVDTANAAPTPKRAKCDVVFSCESCF
DDVDYSKTEAIECGHRFCRECWTSHCEVRVRERSCNRIPCMATDCNVVLNSEKVLYFLESSESSLVDRYESTLLDSYIED
NPLVSWCPSQPHCGNAAESLVGDNTVFEVDCSCGHQWCFACTEPPHSPASCSMWSLWRSGCSTESQTSDWITANTKPCPK
CNKAVEKNGGCNLVQCRCGQCFCWFCGGATGSAHTWTTIEGHSCGRYREQLEKKQSAAERNLQRYMHYRDRYDAHQSSLR
LERESAADMVRKIAALERSGLLKRDLGWQLNGERLVLRCRRALAFSYVFAFYMFGEIGGQATAAAATSSSTTLAAAGEVP
LADSAAKRAAGRGGGRVVSLAFGKAARKKRKDAAAIDLQLEQQADEVVAPEEGLLKGIQMSLEERLIKKGLFEDYQQQFE
SMLERLSACAFDRERLHSLTENGHGSSTVSLSASAKFATTTSTAAAVSSRGSGMAGRRRVNEGVAIKYAKTNATTAAVVD
AHSALLSAEAQERMKKKELEFEEDLGRHRLQTVNLTAVVDTACKRMYEFVSDMLASMQTTTHEIAPYLSLPTK*SHSQFI
CKRRITIIVLI                                                                     
>Mvib_comp7399_c0_seq1_fr5                                                      
AREWLHSFHACDICMREVVGKDSMRLVSCRHGFCHMCLATMVRTEIRDGDATRVNCGCVCPASDCGAPLLPTEIAQLLKG
NGSDKDKDNTGEEEDGELYARYERLVLDKCLADMQDIVWCARHECQRPVMVDTDSPTGRCTFCGYVFCTRCRREYHSNLP
CSCEFCKLPYHFNTPCRDSMTDTLFINGSWTLRRQLIAAFGPKSLRLPATHVFLRNHSGDRDQLRALFGQSFWNMAEIEE
LESEQTIDAISKRCPTCSTPIQKNQGCSHMKCRACGTDFCWECLEICPSRYCPVARL*LALTHSPSLPDINKPNFNVTCP
NG*                                                                             
>Mvib_comp10332_c0_seq1_fr5                                                     
PFFNFSIITIMSKMSSRTPSNACSDADFSDVGYDEDDDVYGIDCTDDMDEEEEEEPVECLTPEDLISTQLEAIKEVNSVF
QIPAPTARILLQHFGWDKELLLERYYGDYYGSREALYAEAHIVDPSVVVMHLLNASSTYTCEICYMDCLGNEMAGLPCGH
MYCKACWNQYLSTKVLVEGAGSQILCPEQKCTILVDEYTATTLIKGDEALRKYRYFTAKAFVQGNKHIKWCPAPGCENAV
RVSLVEPKTVTCKCGQAFCFGCGQKDHVPVLCATVTRWQKKCADDSETCNWIQANTKECPKCRSVIEKNGGCNHMTCKNL
SCRYDFCWVCLGEWGPHGSSWYSCNRFDEKETQDARASQDQSRHALKRYLHYYNRFSNHEHSTHLEGTLLEKASQKMEAL
QKKGMSWIEVQFLTKAVAELKASRQILKWTYVFGYFLQKSNQGIIFEDNQKDLENATEALSHYLENDKMDGDPAELKQKV
MDKTHYCESRRKVLVEHVQRGYEDNYWNLED*VSGHSRPTNAFHSLSV*IMKQSLLAFKK                    
>Mvib_comp10332_c0_seq2_fr5                                                     
PFFNFSIITIMSKMSSRTPSNACSDADFSDVGYDEDDDVYGIDCTDDMDEEEEEEPVECLTPEDLISTQLEAIKEVNSVF
QIPAPTARILLQHFGWDKELLLERYYGDYYGSREALYAEAHIVDPSVVVMHLLNASSTYTCEICYMDCLGNEMAGLPCGH
MYCKACWNQYLSTKVLVEGAGSQILCPEQKCTILVDEYTATTLIKGDEALRKYRYFTAKAFVQGNKHIKWCPAPGCENAV
RVSLVEPKTVTCKCGQAFCFGCGQKDHVPVLCATVTRWQKKCADDSETCNWIQANTKECPKCRSVIEKNGGCNHMTCKNL
SCRYDFCWVCLGEWGPHGSSWYSCNRFDEKETQDARASQDQSRHALKRYLHYYNRFSNHEHSTHLEGTLLEKASQKMEAL
QKKGMSWIEVQFLTKAVAELKASRQILKWTYVFGYFLQKSNQGIIFEDNQKDLENATEALSHYLENDKMDGDPAELKQKV
SEKKSGWVFVVGDG                                                                  
>Mvib_comp10332_c0_seq3_fr5                                                     
PFFNFSIITIMSKMSSRTPSNACSDADFSDVGYDEDDDVYGIDCTDDMDEEEEEEPVECLTPEDLISTQLEAIKEVNSVF
QIPAPTARILLQHFGWDKELLLERYYGDYYGSREALYAEAHIVDPSVVVMHLLNASSTYTCEICYMDCLGNEMAGLPCGH
MYCKACWNQYLSTKVLVEGAGSQILCPEQKCTILVDEYTATTLIKGDEALRKYRYFTAKAFVQGNKHIKWCPAPGCENAV
RVSLVEPKTVTCKCGQAFCFGCGQKDHVPVLCATVTRWQKKCADDSETCNWIQANTKECPKCRSVIEKNGGCNHMTCKNL
SCRYDFCWVCLGEWGPHGSSWYSCNRFDEKETQDARASQDQSRHALKRYLHYYNRFSNHEHSTHLEGTLLEKASQKMEAL
QKKGMSWIEVQFLTKAVAELKASRQILKVVTEREKKKKKKTGQRKESSPDKKEDKKCVLVCTRDSFWLYCAVDICVWV  
>Mvib_comp12772_c2_seq1_fr5                                                     
TEDLAACHLSPSACVSCTFCRRDFCLACAVPWHAGKTCEIHALSRTQSLSITRRPASKPCPQCNAPTAHYAGHGSHLVTC
PVCDHAFCFSCLGIAPCPSCALFCDLLCACADCPSCTRGAN*L                                     
>Mvib_comp15402_c0_seq1_fr5                                                     
EEEEEEDDAAGAFTSSSLVSLRVPTSRYRFHDFDLSDERSDDVASSSTTATGAVTIATIQAAASRRHRHSRSRSHTMAPS
STSFNGASASKPCPICMEPLAYNKVHRVGTCRCTVCLPCVQTAFTIKIKEGSVSNMCCPVCQMACTRHAISRVIKDEALL



TRMDELQFAAKVDRDPTMVWCPTPDCNTAVQLSAKDASGTTDNDGTTSGASTLSVITAGVSPHAACPTCHLEFCADCRSP
TWHKGSTCDSHARHDKDKDKRRFLRWAHKRTRTCPSCKVKIEKIVDGSCNHMVCSRCQCEFCWLCGRDIPPIGHFDRNNL
RGCPGLQFGGDSFAPMRRFGAKSRVVGRYTGKGLLYVALTPVVVALALPALAVYGSVAIHQRHRRRRTQSNT*NPFNC*Y
IYI*LLYNYYTH                                                                    
>Mvib_comp15429_c0_seq1_fr5                                                     
FFFFFLLSPFALTSRVPLCVYHPSGCPIRCPRTKHPRASRESQGPKTSSGHETNANGERFRETPLRATLPAHAPWVACPG
VCMHATWKVPCRCMCMGATSRL*TKRHWHWRSLTSLVILA*KIPYRIVDPESLRAMQQQMIKQVEDLTGVTRPRARTLLI
FFRWDVEAVMSEFIERGVEELMRSAGIVSSEEVDTANAAPTPKRAKCDVVFSCESCFDDVDYSKTEAIECGHRFCRECWT
SHCEVRVRERSCNRIPCMATDCNVVLNSEKVLYFLESSESSLVDRYESTLLDSYIEDNPLVSWCPSQPHCGNAAESLVGD
NTVFEVDCSCGHQWCFACTEPPHSPASCSMWSLWRSGCSTESQTSDWITANTKPCPKCNKAVEKNGGCNLVQCRCGQCFC
WFCGGATGSAHTWTTIEGHSCGRYREQLEKKQSAAERNLQRYMHYRDRYDAHQSSLRLERESAADMVRKIAALERSGLLK
RDLGWQLNGERLVLRCRRALAFSYVFAFYMFGEIGGQATAAAATSSSTTLAAAGEVPLADSAAKRAAGRGGGRVVSLAFG
KAARKKRKDAAAIDLQLEQQADEVVAPEEGLLKGIQMSLEERLIKKGLFEDYQQQFESMLERLSACAFDRERLHSLTENG
HGSSTVSLSASAKFATTTSTAAAVSSRGSGMAGRRRVNEGVAIKYAKTNATTAAVVDAHSALLSAEAQERMKKKELEFEE
DLGRHRLQTVNLTAVVDTACKRMYEFVSDMLASMQTTTHEIAPYLSLPTK*SHSQFICKRRITIIVLI            
>Mvib_comp236140_c0_seq1_fr5                                                    
RVEPRAAAVSVGCHAGHLWCYRCSHEAHVPASCEQVKTWLTEVREESANDNWIVVNTKACPKCGVATEKNGGCDRIGCAK
CSIHWCWLCGISSPTPELIYSHGCGKFEEEQS                                                
>Mvib_comp8054_c0_seq1_fr6                                                      
TTTTTTGTSGKPFQHIFALARRSDVSASYQKAAENALAAAFPCVTITYVRKVLAAAHHYYAPAFYFLRQLIERDSPASFH
LCNLERVASGEPLYLPPEYKLCADKLPKLETFDKVSIMKKPRVVRPLPPLDEEEWQNDATAMDLLLVREVEWREARRVEM
VREKEAEERGELVDCAVCFDSLLFEKMVQCDEGHLFCADCLLRFAEEALFGGGKSLNLPCMNSDCKGHFPRGEILRVLPE
DKHAKYEERLQEESILVAGLDHLVKCPFCNFAMIIENDNDRVFSCRNPECLRETCRLCKKDWEDHCGKPCREVEGDEQTE
VRKTYEERMSLAKIRECPKCKTAFTKETGCNKMTCARCGTLSCYICRKEIEKIVGYKHFCDHPKDPGHKRCNKCTKCMLF
TNADQDDERALAEIQRDGIEEYKKVTGDDDPTNAKVPVIGTGLIVDPTAKNAKKKKGGQPQLLRLAMFRELQADLARQNA
LGRMRMNGLHGVQPYRYDPYDHHDDDDDDEDNNYDNY*PIVYNTI                                   
>Mvib_comp10394_c1_seq1_fr6                                                     
VENPPKAARKADELPRGIRCPTGECIMAYEKLVHLTQESFIGNHVLARYAQRLRTRACTANTNWRHCSTPNCHAGKVGDP
SMPKMKCTVCQNFTCFKHRDAWHTGVTCEQYDALGEKRAGMFLSTSVLEKNTKRCPGCQVITWKDGGCNHMRCSRCSVEW
FWCCGRLYRDEEQARLH                                                               
>Mvib_comp10433_c1_seq1_fr6                                                     
ASGEDSDGELRRLLEQHIAEASVDPSVTTCPSCKAPQHRTDEQLDVMRKTTGRNTSSSGGLCTNCTECAFRFCFTCSAPS
HQGISCRAFGKGSRALRDWMKSNGAHFCPKCRTPVQRTSGCNHMTCRCGCNWCYACGDRRLNLGVLGKHTSKLSLAGCKH
NFMRNAPVTRVTVRVSFNVGAAAVVVPAAATFATAIVLGAPFYYLGKYAKQKHRSARQLNASRRRRAAAGAAQPNPVPVF
SEEHHIEYLP*RASHLYLLL*QLSFY*                                                     
>Mvib_comp15402_c0_seq2_fr6                                                     
PMAPSSTSFNGASASKPCPICMEPLAYNKVHRVGTCRCTVCLPCVQTAFTIKIKEGSVSNMCCPVCQMACTRHAISRVIK
DEALLTRMDELQFAAKVDRDPTMVWCPTPDCNTAVQLSAKDASGTTDNDGTTSGASTLSVITAGVSPHAACPTCHLEFCA
DCRSPTWHKGSTCDSHARHDKDKDKRRFLRWAHKRTRTCPSCKVKIEKIVDGSCNHMVCSRCQCEFCWLCGRDIPPIGHF
DRNNLRGCPGLQFGGDSFAPMRRFGAKSRVVGRYTGKGLLYVALTPVVVALALPALAVYGSVAIHQRHRRRRTQSNT*NP
FNC*YIYI*LLYNYYTH                                                               
>Sarc_SARC_00644                                                                
MLLFDRVCCISKWFQRRPCIICSKRCRRDVLHFCQHSYCKDCTVRWIEMVIAGDIREISCCGKVLDSSMLRNFVPSKIAA
QYKRAVKLRKLGGIVCPQCLQKPISECVEPTTDSQFPSPENKLNCRLCAKSFVLPAAELDDFLALEIAAVIHGWKRCPGC
TTLIEKIEGCNHMSCICGISWCYACGDMYGEVDHDTCYNL*                                       
>Sarc_SARC_01274                                                                
MSDEEDVDDFRVNVESGGLHIDARCDSDNAAAKSALENLRDPNYNGPGRVRDTHELLCPNHLGECLAVPYTNAQFAAVLE
AAAYETYLRSIMIVREQELEQQFRNDLERTLAERQQESDIDRHIRVNDLMLTLRCPNSLCRRALIDFDGCTALTCDLCDR
AFCGLC*                                                                         
>Sarc_SARC_07818                                                                
MGFSSILTGRKTKRSSSDIGSGRRPSVACVSDDFHNKKIPLDALVVDDAISIRVAGLYHPASSPNLLRAAGTSSFASVRC
TGRRPRAVAQAPVSATRSQALPQTLTGTSTAGTSVEGTPRVCVKTIQDRPQTRTGTSTADTSTKETRDVCVKKRALIFKP
AHRKAVVVRACGGDRGVGDAHGRKLLPAHVGDVVTISTNVSSHMDWWLAIHDQTGGIGHLPKNNIRVLNQCVASVVLRDV
SLLQSLGTHSGSVSEGVRVPQCSVVNVLSSATDAHPLCIVQYRLSGAIGGVSPDALTPLTAMRDHAHSTKEWAVVVRDMK
SSVTSTGSPAMLRKGQVCQVLHRLDHSANPFAEVMVAMETPPDGGVVESTDTPAVVSRADTTLLSVWDDIAVGFVLLDSS
GTGPCPDSLLPDLGARDWDWDCGGEGSAPFVWPVDTQTLAHTTTPVHQTDSVTRPRTPVDATQHSIPAHTHTHARTHEHE
RTHVVDRARDIRSNITDVVTTTTTPAKAITPAIDNPNTDTQHPSNQHNSTPLRCSSATSATGDDMGSDLFIAVVDRDTLE
FLDPPTEACLNAYDSSALESIPALCAVCLDVDVLPRYSIFECHHSFHLMCLVDLVRYAINNRVEAFPVYCPLAKKAGQCT
VVLDYRTVKGLSDRAFDLKLKGLTNQELDKFGNFYAESLIGKGNRIFCPDAACGVMIEIPTGHNPSYKRTRCPSCAHAFC
FDCKNPWHSKLTCAEASALPRAHHHTIASSRLIAETSKACPNCPTNISHWKGHGCHHILVDTGCPGCGKHFCYACLAPYH
LDGSDRCACSRFCDDECGCLPCPDCKPGAHCMACDNDGRCPV*                                     
>Sarc_SARC_09957                                                                



MDGTLFWIQPECGSGQIQENSSGPQMVCHECGFELCFTHDVPWHQDLTCEQYDANRSPSRATKKYLRRNTKQCPGCTFHI
EKIDGCNHMICSECQCNFCWSCSGQEGRHTSACEDHHYDDDDVSGSDNDVELGSDNDVDNFSWIDRFGSGSDSA*     
>Sarc_SARC_16251                                                                
MPVTCKCGGVCCFKCGAQWHEPVACDMLKKWVQKCHDDSETAHWINANTKVGEECPKCQVTIEKNGGCNHMVCKSAVCKH
EFCWVCMGDWLPHGSAWYNCARFDEKDTKDVRENAN                                            
>Cfra_g7                                                                        
MRLVDVLRGRKGKKGNDNVPAQRSTLSSTGRNDFTNTKIPLNLDVEIADGIMSSGTMQAASSPNIRRRCSTSEIVNTEGV
RSLPILNNPNRSDKPVTDTIPQNHTNTLTHTGTSLNNLKPQNYQRFHTSATRQTQFQYFPHTKPLIKPIHRKAFVVKHVC
ADEYGNDSNVMDASVGDIVTVSRNISTNSDLWLAIHEGNGTIGYLPKHSIRPLNQCIRAVLSMDCTATVDDAGLNLDETI
DGAVTGTSLRAAALVRILSTDSQYHATCIVQDERTGRTGVAPPDALVLLPCSPLKGHDNSEWAVFSKTCTADVTSSGRET
QFNRGQICTILAQLDPPANPFGQVLVAIDAPVSNENCNNDYQKIISPLPMTSSMPNLSMCTPGQPSPLTTLSLTRKQGHT
TSLVYPNHTDTDMYTEDYLIAVLPRDSLDVVPPLASETVSRFSRVDLEKRPTECAICLDVDVLPRFSIIPCGHRFHIECL
VNLIKHSINNYIDCFPLYCPLARKVGLCDVLIDYRSVKGVSVRAQAIGMDGLSDPQLNKFVVFYAESLIGKGNRIYCPDP
SCGVMIEVPEDHNPKFKRVRCPVCKFCFCFGCKALWHEGLTCADANGVSREQLELTASNQLIERTSKKCPSCETWVTHYR
GHGCHHIHPCVGEIGVCIANTTIPSGRTSPASNSFPIQMTGPRHCETCDVDGRCPAKWL                     
>Cfra_g691                                                                      
EDDNGIMEESEDDEGFDPWMHENNQDEAFTPSYVVLTPKEIINDQVQAIDHIHSVFQTPRPTARQLLQHYKWDVEKLLEK
YYERDTPDHIFRNAGIVDPSKSGMITKPEGTVECDICYENVMNSDIYGMGCNHYFCKDCWKQYLVGKIKDDGVVNNIECP
ASDCQILVDEFTITELLADELVVLEKYRLLVAKAFVAGNTHVRWCPAAGCDNAVKVEILGAKPVMCECGEVFCFQCGQQW
HEPVACQMLSKWAKKCHDDSETAHWINANTKECPKCQVTIEKNGGCNHMICTSTSCKYEFCWVCMGEWAPHGSAWYNCAR
FDEKETKSVRENANESRVALERYLHYFNRYQNHESSLQMEGALAKTVASKIIQMQKYDMSWIEAQFLKKAKEILRDCRTT
MKYTYVFAFYLEKTNQQVIFEDNQKNLEFVVEALSGLLERDMTTNQSPAEINMFKQEVLDKSSYCEKRRQVLLDHVAKGF
EEGAWHFNESSH                                                                    
>Cfra_g1440                                                                     
MGGHMSTHKIRRHQLTQRDMVIKRLQVELDVLRTELKINTGPENDLHMCAVCYEDGLEDWKGLSCRPMTSRVSKGACDHN
EEEMSVHFICLRCLCQLVKTCTTNGYVGRCYTSDCKLLCPVSTCTSPPYDVAWLAYFLPNDVFQLYIDGIVKHREKHLVV
EIETGLQRKLKAIESESVVERHVRHISEEIINLKCPNPTCHMVFVDFDGCFALTCSRCKIGFCAFCLKDFGVDAHAHVPN
CELNPKAGSMFGNFRLFEVSQRKRRQLCLSEYLATIANADVRAEVIRSLSPQLKNLKINIVK                  
>Cfra_g3122                                                                     
MESSIAVISPIIEGWSRGDVILWLRQEIFLVDHITLDGVDGHEFLRLIENDAEQCGEGTLRGHGLSEEHINQIKESMLLL
AQETQCHEKVLALRSGLEELSSMEGIDNEVISEVQADLAQVEALARDCHYTRTVRTKYIRDAVEVAEDAKLANLLSQQEA
TIAIELSLEDAVAQLDLEDVATREGDVEFVAANSQCAYCLEQKGHACTLPCGHEVCRECLSALFETAIADVTLLPARCCE
FDIPTDILVSVLSPRKQLEYVNLLREKTSANKMYCPTPKCSMFIDLDTDPGPHKEFECAGCKVTICSTCKTPAHSPDSCD
RHRQRVDISKLHRLASSKGWRLCSTCDALGSSLDRGGKHSPTAGDPPMRLYWVTTEGYYTRATKDGHYSGKMMYLWLGGH
SGLELEVLFQASLHKVFVVELDLKKRRLMILPHEMNARPKAKQNFCSMKSTAVITGTVIAFIAQDCAAQMTDEYRQYILS
EHNRLRATVDTVKMFELEYDEDLECAARTFVERSGGTFSDHNQNRLSDYQACAKSSGREPEFDSSTSVGENWYSGSPKDS
LTGGAAAAWVDFVWPAAWGGNDCSERQSYAAKYNDAQALQNEAINDSCKNGVVGHYTQVLWDRSQKIGCWYTESFGTVCN
YGPAGNYNGMKYATYGVPCSDCPSGTVCRNGLCSFNADNETNPTPLPETNPTPFPETNPTPLPSTTIDDQIESFVKTTFT
IAGNVGEFDSVAFVSKLASILDVSIQAIRIVSVSEGSIVVETELSEDAQTAMSTITPEQQTSMLSEGVEQYETDTEITNL
LNLEDEVLNLEDEGLSAGIITGICVGAGAGLLGLVDTLDKSTETMAKQMLDRLSMTRQLKNKKGENLFQKSDPDKLYDVV
DVCGKGTYGIVYKAIHRTTKKTWALKVMNLEDLDDDDIINELQIMKRIQHPNVVSMDDAYLQKRKITMAIDFCEGGSVLD
IREELAQPFPEMLIRYVFREVLVGLKYLHSLGIVHRDVKCGNILFNDEGGVKLADFGVSSQGIAGAFKLKTFIGSPYWMA
PEVIVCDETPTASYNEKCDIWSTGITVIECIDGLPPLIEIHPMRALQYIVVKEPPTITCTPEKWSDRLHEFVASCLQKSY
HTRCNAAEMLDVLSEPYDTSNMYLILSFYNAQYNKKQHPFVSELQPEEFLRDEVMYYVNMARRKMAGEDIDVEKLLDRRT
KQQNHLSRQINIRSTISEDSFSSVTDISDTKRYSSMRPAIENSNLPTMTQTAAWLRAAIHNRDEEILRYACCIANLTNYR
GAELEEANEMFKAVSECRKACDDAYKSMTSRKHMDISLCAADKLSITSDSIEGIRRLLHHTPVDKFLQIQLKKAQAAGDK
QRIAEITIEIKDKFYEMFGTRMFQLCEYGFLRSAKSFAKSYGRIHNGKKEDLQKGMLEYQKGPIPTSLLRLEPKLEKIAT
GNFKRLQRFMSDKPREEVIRDGQYIIDGAMNNIGLRDEVYCQVMKQLTKNFDGESRRKGWQFMQACVQCFPPSDDFANFV
EIFLRENAEPTNNFEKEDFIAHLHKTTFTSGSPFVNMAVILTRSRQVIEEPQKISDVPLESNKTAPTPIAQIALPGQPKW
NVVNQESGINNAGLVGEGGGV                                                           
>Cfra_g6029                                                                     
ESWQQKLATFAARQPRAPPSIVPVSLVSTNAALVKPEPALVKPEATLVKPEAALGKQENALKMSCPELRDLLVGDSKGSI
DKKGFKREREKHLWDVSAANEIANEMNEMAVLHWKLTQSKRCPTCHIFIQRDDGCNKVSCPHCCGEFCWRCRNNWTSSGC
GFYNCGLERETKGDVDVSEVKDANVNVDASGGMSGGGRMDVTSNMGINAIPNVDTHVSINAHMHLVDTDTLDVYDTGITQ
PPTEKRSTPLPLLSSIDVSADASSGVDRGTIEPIIHSPGSSSTLGSNSAGRAIVSSIVVASGNNQTRPMAELGVPDITNI
RFGHGIVRSS                                                                      
>Contig11128_Abeoforma_whisleri_fr1                                             
GHSTEIFV*NPNAALDERQHINGKYHCFQKSIYFCAEKRIIKNRDNG*GREGEIEIEREREREREREREKEKLKQKEEAE
KKRQAEKKRQLEQRQKQKEKEERERELEKEREKERIKEEATRKERKKKEDDENKKKEKEIRKAKRERERKEREERERLAK
EEQERLEKLEIEKQKEKERNEKETKEKAERKQLEAKGEDSNNQSSLPTNKHNNENVADDDDVVDDHKNNNTFDDMDFEFE
LELAQGMESMRLGYDFSSTSPASERARDKVPMEISHSNGSLDNNTSLNSASTTPNDSEFNNPGPNHNHNHNHHTRNHSAH
SYSHTLNLHHVNKKSSPTKPTWKSSKPLIGTQSSPVGSASAGTPLASTSNTSSPRPLAASIIISKSSPSVVAKKDSSSSS



NTSHIRKDSTKSSKLGGPLSVPTSKVTKLVASPHKKKEEKKMIFCTICMCDFPDYDSDDDNGDDDEDREELMKYECSHAT
CKPCAIGYTESQIKERVLELRCGDLKCMVPIALHEIQQLHTEEIYDRYVLNCLDNYLQTEGTVIRCPKADCGNAVIGNPE
LLNFICEKCETDVCMECGDVYHEGTKCKEETPFGEDANNGTYKPCPRCQSWIFKIQDGTCNHMKCSCGCEFCWLCMAEIT
EMSHFLTASGCTYYAKKPWTTGRRVAVNASVLTFAPVVIAALAVVAIPSMLIGIPAYSIKKSRKNKQSRKKTAAYGTLSI
VAAPIIATTAIVIGVPVALSYVYIYQPSAYISQHNRKRRLKKATKKKKKLALLEKCPKAVAPNDIASGNSEKISGGSRFL
RSFRLSKKSTTKKAAVAGPSTPLESPESESTDSEETDYETDNGTLNDDLVDATMTPESSSLYYSPATPVKS*QTNICVWL
RL*YGNFHHLII                                                                    
>Contig22210_Abeoforma_whisleri_fr1                                             
QISTIKGFDDLARRYKYLEIRLSPEKLIECPDCQTQNIGKAIKPVVCSGCQLVYCFSHGNSHPGKDCEGNDLIFVQESKN
RVIRNNLWIYFNTRNCPRCNTMIQKNGGCGHMCCYNCAHTFCWGEVGAVNRMLLKVEKGVGWATRKCVYQPITFPYRYYR
RKSK*RHKGEKKIGFLMMSFFFLKRALHLLSSVSTKYHVRYYPRKSK*NEREKKKLDF*QFFFFLE*GVEWTNSKCVYQL
VLLLPKKIK                                                                       
>Contig56179_Abeoforma_whisleri_fr1                                             
KKIKYKENLGRRIINRAWKFANTKSCPKCNANIKKAGGCNHISCSFCSHDFCWICKSNWTSNHYSCRRWTRLILRRRPEE
EPNDIQVDLEHDLGLELRFDEIERMIAMDQNNDDTVVRRDSSSSFISDSSSNSSIGGGGGIGIRRPSVGSM         
>Contig63134_Abeoforma_whisleri_fr1                                             
YYYYDYYYSLVFSRF*LVVT*TLCF*NF*PMNECHFRF*SSDCCLHILPFFFQFV*HHAHNFPFYLCHYRFGCCHCHCIC
CCCRCDD*VFPHLFLCQHYKMIALR*SWLRFLYHYYYYHLQFHHLCGYGYDYDYDYSLPSSTATTSLPFQLPSSSSSPIS
FFGSSSSATPFAMDFEKGKHFRGHSSSPLLVSPNGGSSSGFVSLRYGQGDNITLQSGIRPRISYRRSVDGIANYKTMAKI
SRLRYSNSSRIRRAPSLQSHNNFPLRNLRRRSSAFNQESRSYSDNKALKQFPYRTSSQNDITSPRNRSPPPPPDASDWSQ
SSSSTKSLSKSLPSSQPIKIPNKWEKEALNPSQSSSVLDVNDQDKESRLSSSLPTPKSSWLNDFSEACSICFENRCDFSL
PRCQDQFCYTCLKKYFETKIRDSWGLKKVELNCPVCFDHVPIEVAARYIDDNLLQMYKKYNSSRLNVFRFCPLCQEKAFV
TTGPSDTESERIAEKDCYKKDVNDLLHESGYSKLRKQYNAFLDKEIDAQAYFDIFYETCKNALKGNDHLTEEIDDLGMDD
IVTCIDSTDLSTDDTNYLELKKFCERMISQCDYVNSRVALQFCFLKRYPGIQCGHCESGFCFFCGEASMHENMTCEEHIQ
NKIQEYESLKTSASLDNKMDCLEGKNGHGLEYIETLKWKLNNSKRCPKCNIFIERDDGCNKMDCLYCGHKFCWQCLKVWS
VDCGFYTCQETKTNTVANEVKVESGVPDVQALQMRFSSSS*KSTPCAERSLSPFFFAFIG*DFVT*EFDRGAVKKSHPIK
A                                                                               
>Contig67617_Abeoforma_whisleri_fr1                                             
KKKKKKNKENVEERES*EKQ*IYFTKLEKQIRLQKY*NMTETNQKSESRQECMICSSSVDSDDGTWTCPVGHSTTTDSVS
LNNVEGLLDYSDVVCQSCIERYMESFIDHSSALFQLCPAPGCEHRIQFEEVEKLLSEKTSSALKTALEKRQKRMQEQIKN
NEKKDKNGGLLSSPLIAISSKKLQLKQENDKQTMKWMRAYTQRCPRCFTTSSRNGGCDHMTCALCLENYCWSCGKSYDDH
DTCQPNYFLQDDLDSNNVTATEPALPTNARINTVYRPSQGCFSCFSFSPPDLPRPRIKFGRKEIPDRCESHYFPIFNGGD
PNECMFCHKSKEFIAIEDSKPYVIPRNPRRLTITFD*RVG                                        
>Contig56698_Abeoforma_whisleri_fr2                                             
FFFFFKIYLYCLSQERANAYVWKVTNAKPCPKCNIWIEKNGGCYHMTCAQCSFSFCWRCRKAFNIHKCRKWQYVLKRASY
GLLATLTIPLWGPPLLLLKCSS**SIVMDFFIHF                                              
>Contig63135_Abeoforma_whisleri_fr2                                             
YHHHHYHQPFYYYPSDNTDHGYGYDYDYDYSLPSSTATTSLPFQLPSSSSSPISFFGSSSSATPFAMDFEKGKHFRGHSS
SPLLVSPNGGSSSGFVSLRYGQGDNITLQSGIRPRISYRRSVDGIANYKTMAKISRLRYSNSSRIRRAPSLQSHNNFPLR
NLRRRSSAFNQESRSYSDNKALKQFPYRTSSQNDITSPRNRSPPPPPDASDWSQSSSSTKSLSKSLPSSQPIKIPNKWEK
EALNPSQSSSVLDVNDQDKESRLSSSLPTPKSSWLNDFSEACSICFENRCDFSLPRCQDQFCYTCLKKYFETKIRDSWGL
KKVELNCPVCFDHVPIEVAARYIDDNLLQMYKKYNSSRLNVFRFCPLCQEKAFVTTGPSDTESERIAEKDCYKKDVNDLL
HESGYSKLRKQYNAFLDKEIDAQAYFDIFYETCKNALKGNDHLTEEIDDLGMDDIVTCIDSTDLSTDDTNYLELKKFCER
MISQCDYVNSRVALQFCFLKRYPGIQCGHCESGFCFFCGEASMHENMTCEEHIQNKIQEYESLKTSASLDNKMDCLEGKN
GHGLEYIETLKWKLNNSKRCPKCNIFIERDDGCNKMDCLYCGHKFCWQCLKVWSVDCGFYTCQETKTNTVANEVKVESGV
PDVQALQMRFSSSS*KSTPCAERSLSPFFFAFIG*DFVT*EFDRGAVKKSHPIKA                         
>Contig64766_Abeoforma_whisleri_fr2                                             
*Q**Q**L*D*LGGVSGPIVFTGSYCLFFFLVLASPGFLLLFVSCSVMIALLAVLPKPMIPLIGSYWLLFDIVPDILVFE
STLLQVVLSWLLMRKYYKKGVTSALEKLQSLQWKINQQWLASPQYSRLQNWKGIQKFDCVICCESFWPVHQFALSKCKHV
LCRNCLMQYLEAELGNGRCNFKCCFYSADSNNDETEDNTHPCSSICESDLLSLSLSDNPAEVELYSKIERARLRVGLSQL
QNVFHCPTSECENVVFSIDQLTDSKFLRDSSWRSMFSYTKYKMNESGVDLRKFKCAGCGYSYCCICKLVWNQGDIVHDQH
SCDSYKRSLTKNGLSGNGSNNDNEVLSERFLKNEMDHGSAKACPSCQYIIQKNGGCSHMTCVNCGHHFCWKCRQPFPNYC
EGNCIAYQNINTSVAGRCSVM*KRSHRRHHN                                                 
>Contig67447_Abeoforma_whisleri_fr2                                             
YPNNNRWNKTFYCYLNN*LDIS*RLVHEQKLL*PTKSVD*HSIHTLPTVVVISQFLLLSDLKIQCKCHIQLTQLILDLN*
RRMSSADEMSMSSTDDMSEDLSDFSDDSDDDDGFDSVKSADDNSGVEEFKYKVLTPADLISTQLKAISEVNSVFEIPASS
ARTLLQHFNWEKEILMERYYDNSEKVFSSAGVIDPRKVPAKASKDLDELECSICCSPIDPKANKTYAMACDHTFCVDCWN
GYLEAKIMEEGKSQGIECPDGTCHIHVDELTITRLLQTDKVKKKYELLAAKHFVSGNKRIRWCPAANCDNAIEVALVEAR
PVTCSCGHIYCFGCGLENHEPLTCSLIKRWLKKCADDSETANWISANTKECPKCKITVEKNGGCNHMVCVSDTCKHEYCW
VCMGPWEPHGSQWYNCNRFNEDDGSSARNEQDKSRELLRRYLHYFERYANHEASLQKEEPLKAKVQLAMQEMQKHNMSWI
EVQCMTKAVEVLSRCRTTLKYTYVFAFYLSKSHQAKIFEDNQCDLQMATEELSHFLEQDIDHKSENVQELKQKVLNKYLL
CSQRCDALMAHVTEGYEQNYWVFDDPNDVWSISNNK*MTSYLLFDRLLIP                              



>Contig11129_Abeoforma_whisleri_fr3                                             
VVVVVDDAVIKKGEDDEEVDDDNGDDDEDREELMKYECSHATCKPCAIGYTESQIKERVLELRCGDLKCMVPIALHEIQQ
LHTEEIYDRYVLNCLDNYLQTEGTVIRCPKADCGNAVIGNPELLNFICEKCETDVCMECGDVYHEGTKCKEETPFGEDAN
NGTYKPCPRCQSWIFKIQDGTCNHMKCSCGCEFCWLCMAEITEMSHFLTASGCTYYAKKPWTTGRRVAVNASVLTFAPVV
IAALAVVAIPSMLIGIPAYSIKKSRKNKQSRKKTAAYGTLSIVAAPIIATTAIVIGVPVALSYVYIYQPSAYISQHNRKR
RLKKATKKKKKLALLEKCPKAVAPNDIASGNSEKISGGSRFLRSFRLSKKSTTKKAAVAGPSTPLESPESESTDSEETDY
ETDNGTLNDDLVDATMTPESSSLYYSPATPVKS*QTNICVWLRL*YGNFHHLII                          
>Contig56697_Abeoforma_whisleri_fr3                                             
HSLIASTLSTFTALFSLSLFVCLSSYRTELLKHIIIMSSMECKICCLEYPMTNFFSCPSCTDNHVIYNGLADLNLCPESN
TDPDSSSGNGYCLTCYQEYTKKMIQDCKKNIPCPTEGCQYLLTLENLRAIFGPDDSFVAQYRGLGKPEEEKKDNKQIVPK
LTLKERANAYVWKVTNAKPCPKCNIWIEKNGGCYHMTCAQCSFSFCWRCRKAFNIHKCRKWQYVLKRASYGLLATLTIPL
WGPPLLLLKCSS**SIVMDFFIHF                                                        
>Contig78042_Abeoforma_whisleri_fr3                                             
CNICFELGRSIEMFLCKDLFPSQEIPDNEFPSDHTFCAPCILEHIRSSISGSNRPVTCPFEDCGTEISEADFAELRVQAD
YLGPSDIDQVEKRMTTFHRKLRTRVIPSMCPYCSEENKGCDEFPEIICNNCYKEYCFVHSNNHPKMDCQTAELLLAHRRA
KGKNTTSLTSSSSSLLQNNKTFSRMKNSVWKSAFTKGCPKCNAKIQKNGGCNHVKCGFCQYDFCWVCKSEFESSHYSCKK
YFKIRLPKRTNFREVRNQHLLHV*TSDLNFG*HLSRRKYDTCILLSLTMVI*VNTFSNQG                    
>Contig12417_Abeoforma_whisleri_fr5                                             
SNSNSNSNNNKSDKSDHSDNGNSDNSDNNKIMDKVSLEITEPEEFQEFLECDACHFLWCFDCHSPQHLGLSCEENSNMGK
RSTRWKKKKASICPTCLAPIEKNQGCNHMVCAVCKTDFCYICTRLYIDGTHQGVCILPPKMRLKRAGTRIVYGSALVVGV
VVVAPIAIVGAVIGLVVVGSIRGGAYICSR*SGNVKRFIFLF*FFFNSLSI*ILDFSFFLLPYFFLISE           
>Contig26296_Abeoforma_whisleri_fr5                                             
FNNRL*QKYDKS*QNIANNNRL**KMVNKETKTCPNCNEPSGTRNKKSPPEVVCKKCNKVWCYPCWAQHDNMTCEEFINK
TATADAGMDDWLSQNAKCCPKCNIAIERTAGCDRMTCPCGTKFCYICLKILKSGDQHNHDNNNNDVPINPHDQMFEPHNN
NDDDGNDSSGHSNNNNNANNNSNNNNNNNSSNNSSNNSSNNNDNSNSNSHRNEIDNIAVPRPQQPRKSKRFSQREKHSTV
STISTAPAISEENSSNQDSNIINTNNNFQASNNSNKVKPPYINSRAPVIHSTTPPLSENFAHMNINGTVMNNQITNNNFL
NNQHAEASHSGKAARRSNNKQNGAHPSQYNNKNNVNGYANYRPNANNETGPDYLENQSYSNDYESNHNNAAYPIQSHQQQ
QQQQQQQQSSDLYYQPNDPRMMYVSEYDRPAYMYGGTAVPPIPPLSSISYDHYIQPQAPSPDLQGYDVVMVDPTSGHYIP
ITSPHTPNQQSYGHHVQHTHLPHNHVHQSSHAHHQSPTSNNRASPTTLYPSLPSNIHRYHNVEPKVMPILAKAPRQPIPI
TDPKDFEKKK*RMIAKGFLL*KSYFFVCIHICNMFVCS*INKFHTPFFSFGMKV*LKIDTGSSFLFY             
>Contig26297_Abeoforma_whisleri_fr5                                             
FNNRL*QKYDKS*QNIANNNRL**KMVNKETKTCPNCNEPSGTRNKKSPPEVVCKKCNKVWCYPCWAQHDNMTCEEFINK
TATADAGMDDWLSQNAKCCPKCNIAIERTAGCDRMTCPCGTKFCYICLKILKSGDQHNHDNNNNDVPINPHDQMFEPHNN
NDDDGNDSSGHSNNNNNANNNSNNNNNNNSSNNSSNNNDNSNSNSHRNEIDNIAVPRPQQPRKSKRFSQREKHSTVSTIS
TAPAISEENSSNQDSNIINTNNNFQASNNSNKVKPPYINSRAPVIHSTTPPLSENFAHMNINGTVMNNQITNNNFLNNQH
AEASHSGKAARRSNNKQNGAHPSQYNNKNNVNGYANYRPNANNETGPDYLENQSYSNDYESNHNNAAYPIQSHQQQQQQQ
QQQQSSDLYYQPNDPRMMYVSEYDRPAYMYGGTAVPPIPPLSSISYDHYIQPQAPSPDLQGYDVVMVDPTSGHYIPITSP
HTPNQQSYGHHVQHTHLPHNHVHQSSHAHHQSPTSNNRASPTTLYPSLPSNIHRYHNVEPKVMPILAKAPRQPIPITDPK
DFEKKK*RMIAKGFLL*KSYFFVCIHICNMFVCS*INKFHTPFFSFGMKV*LKIDTGSSFLFY                 
>Contig26298_Abeoforma_whisleri_fr5                                             
FNNRL*QKYDKS*QNIANNNRL**KMVNKETKTCPNCNEPSGTRNKKSPPEVVCKKCNKVWCYPCWAQHDNMTCEEFINK
TATADAGMDDWLSQNAKCCPKCNIAIERTAGCDRMTCPCGTKFCYICLKILKSGDQHNHDNNNNDVPINPHDQMFEPHNN
NDDDGNDSSGHSNNNNNANNNSNNNNNDTATGPKSTPDKTKKPDDNGDKENKKKNCCCSIC*EGEKKRERERA*KKKKKD
*SLIISSNIRSNIPIGVQSVWITNSHTFSCDSSHFDLVDRTSITIKHHS*TIFHQFLSFFFRHFWVLFMSVSNKRKSNMS
PISSSHSIAFESNSNFINKTKSTISLFINTSNHQLIPEWIKFTSSIIQYSGQIAKDSLRCNLMGVV*HIIRSL*FKKKFF
NLLKIGIVPGSSNNNLIIHFIHTRNRSKSSERTIRT*TI*GYNNPTFVFNPKYRCSHYNRVLSILFPPVDWV*MSE*HLH
LVLVLYV*WMINAILISVREL                                                           
>Contig26299_Abeoforma_whisleri_fr5                                             
FNNRL*QKYDKS*QNIANNNRL**KMVNKETKTCPNCNEPSGTRNKKSPPEVVCKKCNKVWCYPCWAQHDNMTCEEFINK
TATADAGMDDWLSQNAKCCPKCNIAIERTAGCDRMTCPCGTKFCYICLKILKSGDQHNHDNNNNDVPINPHDQMFEPHNN
NDDDGNDSSGHSNNNNNANNNSNNNNNNNSSNNSSNNSSNNNDNSNSNSHRNEIDNIAVPRPQQPRKSKRFSQREKHSTV
STISTAPAISEENSSNQDSNIINTNNNFQASNNSNKVKPPYINSRAPVIHSTTPPLSENFAHMNINGTVMNNQITNNNFL
NNQHAEASHSGKAARRSNNKQNGAHPSQYNNKNNVNGYANYRPNANNETGPDYLENQSYSNDYESNHNNAAYPIQSHQQQ
QQQQQQQQNQQQQQQALLNNPAFLQRLQANNPQALQAALNQQRRMLLMQQQRQLAAQQAGTNINGTGANTNQMLQLQLQQ
QQQQQMLLLQQQQSLLQQQQ                                                            
>Contig26300_Abeoforma_whisleri_fr5                                             
FNNRL*QKYDKS*QNIANNNRL**KMVNKETKTCPNCNEPSGTRNKKSPPEVVCKKCNKVWCYPCWAQHDNMTCEEFINK
TATADAGMDDWLSQNAKCCPKCNIAIERTAGCDRMTCPCGTKFCYICLKILKSGDQHNHDNNNNDVPINPHDQMFEPHNN
NDDDGNDSSGHSNNNNNANNNSNNNNNNNSSNNSSNNNDNSNSNSHRNEIDNIAVPRPQQPRKSKRFSQREKHSTVSTIS
TAPAISEENSSNQDSNIINTNNNFQASNNSNKVKPPYINSRAPVIHSTTPPLSENFAHMNINGTVMNNQITNNNFLNNQH
AEASHSGKAARRSNNKQNGAHPSQYNNKNNVNGYANYRPNANNETGPDYLENQSYSNDYESNHNNAAYPIQSHQQQQQQQ
QQQQNQQQQQQALLNNPAFLQRLQANNPQALQAALNQQRRMLLMQQQRQLAAQQAGTNINGTGANTNQMLQLQLQQQQQQ



QMLLLQQQQSLLQQQQ                                                                
>Contig71254_Abeoforma_whisleri_fr5                                             
KKVKVRGKKIGKKKNSLASTSSISSLTKDSKIQRMKNSVWKSAFTKQCPQCSAKIQKTGGCNHVVCSHCAKDFCWVCKSD
WDSNHYSCKRYFKIRLPKQEEGISDL*GKQGKYGGSFALTGCLYYTNLRQSWNL*S*DILLRRILNF*TKT*L*RRTPTF
TKDCQFIDFFLCSC*DHGISSHYFSSNYSLMYKEIVQLNTQQKATYNLIPQV*KYQGLFSLQTNT*KTSFKKK*INKEEH
VTIFKSHWSNV*T                                                                   
>Contig71255_Abeoforma_whisleri_fr5                                             
KKVKVRGKKIGKKKNSLASTSSISSLTKDSKIQRMKNSVWKSAFTKQCPQCSAKIQKTGGCNHVVCSHCAKDFCWVCKSD
WDSNHYSCKRYFKIRLPKRTNFDNW*KAKIELHTISLFFFNDN**RNKKKHNINLFLKGVKMSDVSSKSSLLF*KKEKEK
G                                                                               
>Contig68632_Abeoforma_whisleri_fr6                                             
NNNVNEKSEIVGNSTTALTKYSKSHRRSVSYTNSACSHTNSCFPLPETSLKMKKHHSYTRSANHGNYSNRIITPTDINCL
TSISINHSPDSISNVNSEKFRSSDSLCSLENNDRDSNCQVYTDSKSTLSRQCSLSLDNNNHSDVEHISITISSTDNGDLE
CAICCNPNVLTLSDLCSCSFCLTCHKEYLTTKVNGGVAAINCAGCERSLEKEEIITHLSPADVVRFHVLKRNHDILGDPC
CRWCPGLNCETIINKSPYAPHATCPSCTLQFCFNCSEDWHFGTCEEYMEQKLKNMKSKSDERKFAKYANKHTQRCPSCKV
KIEKIKDGSCNHMICSSCSTEFCWLCGEKISPEGHFDWNNIRGCPGMQYGVEKAGPFLRTAARARVAGRQTGSALGTALI
ITGKAIKTVVISPFVLASHLVRYTNI*RKRIVLKLKDKKGKGNLENELLKSVFGSRSLSFLVMIQVKLFEEK*LTDKSIR
GKWLCYIRGIYPY*LK*QTLCGSICFFFYHSIPPYALEYIHFPGR*IVFSMSHAAVFAFNLNLYALIRVLN*R*QSRNSD
FYFAVKLLKNTNTPISEVHIWNVQLIDIS*QSQ*YYKLRIF*L*SLKKQKTLLINQLNVFSNNVYQ              
>Contig18906_Pirum_gemmata_fr1                                                  
YYYYYHYFIISASNIGIIIIYLNTFIYCCCKSAMKNDFDVRVIEPIRGKELPKLVEYATPSGVISDVLDFDGQIQESNYN
CDRDSRSLVFSIKSLSASISASFRSISNNYYNDACQSAVYCNPKRSVSEYYDESEDSNDESYHFLHVQKWNSNNRTTRVF
RNKDHIKKNEERNGEDYLYSIETSTQKAKVDIEVTPALTYKVCAICDENDNLIGTNSCECIFCSTCFSQYITTKIKLGVA
GIPCAGCDVNLKEEIICLYTTSNDRRRYQMALKNKQIQSDDNTRWCPGVDCESLVTRPAGNNSHIKCSNCSLEFCFNCSG
DWHIGSCEEYLEIQLKKLKSKSNEKKFIKYANKHTQECPSCKAKIEKIKDGSCNHMICSSCATEFCWLCGGKISPEGHFD
RNNVLGCPGMQYGVEKAGLLQRNFARA                                                     
>Contig18908_Pirum_gemmata_fr1                                                  
YYYYYYYFIVNTLSLCWHRIGDVNLKEEIICLYTTSNDRRRYQMALKNKQIQSDDNTRWCPGVDCESLVTRPAGNNSHIK
CSNCSLEFCFNCSGDWHIGSCEEYLEIQLKKLKSKSNEKKFIKYANKHTQECPSCKAKIEKIKDGSCNHMICSSCATEFC
WLCGGKISPEGHFDRNNVLGCPGMQYGVEKAGLLQRNFARA                                       
>Contig36336_Pirum_gemmata_fr1                                                  
LLLLLLLLSLSLLSLSLSLLRLRLRLLLLLLLIVIVVLDFDTTLSRS**KNYFISI*QQQKQFRMLTRQSRSELYSSVPE
LSIANYDNQSFDGDNNVVEDEYCRSKTFIKVCNTSCPDLQLYSGDNQNQNNNNNIHVVQNLIEILGAKLFLGSNHNTIDN
GEHSTEILALNTGNLYDKEVYCEICYRPAEDIGVHKLDCCNCQTICADCALSNIETTINKIDDLSRCIFCNQELPVEYTQ
SLWTRRTQDSHLSVEKFSLVIDRYTKLGDRVANRIKKPCSICYCMNYGTTEQPHVYCKNCKVKYCVIHEPLFQGKTIICC
KEKKEKKKRESGKLFDKKTLRHRLYKWRKTKKCPSCKVRIEKNGGCSHITCWKCTHEFCWLHLKDYRYHNCVRKREMVFT
AGTFVVCLPVSLAVLLFKGLRIVFRGLRKGFTIIVYKPLRKSYEKLQKNSKSNNTNTDCQHEQVQNLRFFHQCPTCFKSF
ADLILGDDWILVSSSKKNEGLGGEYNFYNTITHETSENRPPFICECAHYYPISMPLKCMFCGSGKCAHYYPINNPLKCMF
CGSDKECINGEEAIVNVPTPQPSSSSSSSSS                                                 
>Contig36337_Pirum_gemmata_fr1                                                  
LLLLLLLLSLSLLSLSLSLLRLRLRLLLLLLLIVIVVLDFDTTLSRS**KNYFISI*QQQKQFRMLTRQSRSELYSSVPE
LSIANYDNQSFDGDNNVVEDEYCRSKTFIKVCNTSCPDLQLYSGDNQNQNNNNNIHVVQNLIEILGAKLFLGSNHNTIDN
GEHSTEILALNTGNLYDKEVYCEICYRPAEDIGVHKLDCCNCQTICADCALSNIETTINKIDDLSRCIFCNQELPVEYTQ
SLWTRRTQDSHLSVEKFSLVIDRYTKLGDRVANRIKKPCSICYCMNYGTTEQPHVYCKNCKVKYCVIHEPLFQGKTIICC
KEKKEKKKRESGKLFDKKTLRHRLYKWRKTKKCPSCKVRIEKNGGCSHITCWKCTHEFCWLHLKDYRYHNCVRKREMVFT
AGTFVVCLPVSLAVLLFKGLRIVFRGLRKGFTIIVYKPLRKSYEKLQKNSKSNNTNTDCQHEQVQNLRFFHQCPTCFKSF
ADLILGDDWILVSSSKKNEGLGGEYNFYNTITHETSENRPPFICECAHYYPISMPLKCMFCGSDKECINGEEAIVNVPTP
QPSSSSSSSSS                                                                     
>Contig65621_Pirum_gemmata_fr1                                                  
ASL*ALVNPNVKISKKSKVHYFK*LFSHSTNFKMPLSISFTTRFHIVFCYCFYFVIDFLS*VIIDLVIFYCFNLGGNYRR
D*FQNFREFFKNFAQITFYFPF*I*FFSSKQQASSTNF*RRFQKI*VS*EVLFNIFLRFIV*FISVFF*NLFRINIS**A
IYRTLGVQNL*VEMKLFNHSKFIVQNYLFVFIFFPFKYINT*KIM*SFCSFFVFKS*KHTHIKYILEVIIHTRIMQKKSF
KEY*SSSDNFVRRVYPFIECSEIQDSFLYFNFVKV**YAFLLVS*KLRLLFNLLFFIFQVIIFLSLCQFFFSFFFFNRND
IFNSLDRRFISFPSKFF*CGFVLVTPVFFLCACMILHTFEFII*SW*LSR*GNNNNINNTNSESAVRECEICFCPISSTA
MYSMACKHTFCNDCWNGYLEAKIMEEGAAQSIECPEGDCNILVDEYTVTQLLQSEKVKKKYELLTAKFFVSGNKRIRWCP
APDCDNASEVVVVEAKPVTCTCGHVYCFNCGEDDHRPLTCPIIKRWLKKCADDSETANWISANTKECPKCQVTVEKSGGC
NHMVCTSQTCRYEYCWVCLGAWEPHGSSWYNCNRFDEEDGTDARDQQDVSRKLLKRYLHYYTRYSNHDNSLKKEEPLKLK
VTAVMEEMQKHNMSWIEVQCMSKAVEVLRACRTTLKYTYVFAFYLSKTHQTTIFEDNQRDLEMATEELSHFLEQGEIDND
VRSNNNNNK*                                                                      
>Contig79170_Pirum_gemmata_fr1                                                  
YLLFIIYSIF*IVLDIWFRINKHAKKCPNCGTAIEKNGGCDHMSCQGSQGCGHQFWWRLGFILY*KKIFEC**NLTVPFL
FFSVV                                                                           



>Contig6965_Pirum_gemmata_fr2                                                   
LDMLLQSSFSAYVNKNPQLFTYCSTTDCDHVFLRSDGRVQNCEICFNLMCVDCGTEEHEGVTCQEFKESGGNQEDYLFLK
WSKDNDARKCPKCNIHIQKSE                                                           
>Contig18907_Pirum_gemmata_fr2                                                  
*R*P*H*L*SLP*PQP*PYLKISLHLQELPKLVEYATPSGVISDVLDFDGQIQESNYNCDRDSRSLVFSIKSLSASISAS
FRSISNNYYNDACQSAVYCNPKRSVSEYYDESEDSNDESYHFLHVQKWNSNNRTTRVFRNKDHIKKNEERNGEDYLYSIE
TSTQKAKVDIEVTPALTYKVCAICDENDNLIGTNSCECIFCSTCFSQYITTKIKLGVAGIPCAGCDVNLKEEIICLYTTS
NDRRRYQMALKNKQIQSDDNTRWCPGVDCESLVTRPAGNNSHIKCSNCSLEFCFNCSGDWHIGSCEEYLEIQLKKLKSKS
NEKKFIKYANKHTQECPSCKAKIEKIKDGSCNHMICSSCATEFCWLCGGKISPEGHFDRNNVLGCPGMQYGVEKAGLLQR
NFARA                                                                           
>Contig36408_Pirum_gemmata_fr2                                                  
VVVIVFV*FIIMSKTLCLICACSKAKKQFRKISDECKHDKNVCVVCMQKHVEAELNNKGEIRIKCPIEGTVLKHSDIRIH
ATANSFNRYDNLLLRKSLSKMDEFRWCKNVTCGSGQLHDNTHGPIMKCVACETKSCYECDTPWHSGKTCSEYKKEIENSS
CELQSSEFIQNNTKPCPKCASPIQKSDGCDHMTCRAPGCRHEFCWLCLADYRDILREGNHFHNHTCTYYAAYHGDDENED
DSMDNENENDSTDYENEDDSTDSENEDNSNNVALRNAFRRTMTANRYRHLINTGRNRHPINTGRNRHPINTGRNRH    
>Contig71801_Pirum_gemmata_fr2                                                  
NSASNSASHSKSNSTSNSTSNSTSNPESNPTANYTSNPAPNPASNPASNHASNPASNPVFNPASNSALAQESTSHVTAVI
KVVKSSSSLVLEPNETSKEKGLNEKEELKLKAILQRMIAQCDNGSKRVALQFRFLKDFPDTYCNDCGITFCFYCGQTPSH
NGLSCEEAMLLSIKESETEKNVLSKNSIKTLQWKLDNSKRCPKCNVFIEREDGCNKMDCLYCGHKFCWQCLKNWSKNCGF
YTCTETKTKTIAKTTVTEIGVPNIESLGFF*GLVFGF*SHFCY*KSNNNLGHRQVYDLKPKFQLLKSNNN*EHRQGYDLN
PSIKFKPKF*LLKSNNI*GHRQGYDL                                                      
>Contig13347_Pirum_gemmata_fr3                                                  
NNNNNNVINNESENKVEIRIEVGNSNEKNEKPNTGVLVKKLAAKSTDSTPEFDTAGPSLLLPIVDDKTKLGERRYKDKDK
YKKHNNKNIHERQIVLYKPPKKPESICCPICLCDYLSDGSDGAIMEYECGHKTCHECAQGYLASQIKDLVINLRCGSADC
TTHFVQMQEVKTLLLNTENEHLIQRYEINCLNNYLLQDSLVRRCPKPDCEYAVIGHEEVPNFICGKCNANVCGQCSEDFH
EGPCQSKDAEEIDTENCKMCPRCHSWVFKIQDGSCNHMTCKCGCEFCWLCEKEITEASHFLTTSGCTYFAKKPWSTSKKI
AVNTSIYTFAPVAIGVGVALAVPSILIGMPVYTIHNAKKKGDSAKKIILVGSIATLTSPVVTALAIAFGVPIALGYVYVY
QPVSTVKEYKRNKRMKKKAKTAFTKCPIEEPPEASSSFSSAATPTEEAADTLIATESSLRSNSNKSFKSSKFSKSLASFR
RKSSSSKIVTGPNTEREP*IMEVDGQEISVNL*KPRFP                                          
>Contig17213_Pirum_gemmata_fr3                                                  
LLKKFFIYKNRYCRFYDRLLHIRQRVGLSQLVSIFQCPTADCENSVFSDISLKGDDEFKQSMKTRLYNVFTGGSTSSFKQ
TEGGVDLRKFKCVSCCYSYCVLCSRIWSQGFLEHDGIGCESYIQKLIKFGNNNNELELSSEKAITEQLDRGLMKRCPRCG
YVIEKNAGCQHMTCIGCNFEFCWMCSRRYPDQCNTTCFMAFRNQTEGACVVM*YSGE                       
>Contig57356_Pirum_gemmata_fr4                                                  
EQEQEKENTKNSDILSGSGVLKDTPFRKRFAKKHRSKSKTVNINKYDVKYVHKNTNILVVSVKRKHRVKHHFIYNRKLAW
YLKGSTGNEYPSIYDLCCMLKNKFQMVSHGLVKELECQVCFCEYSHENCKLKRTMPCPCLICFDCMGDYIQSEVYRRVVD
IPCPGETCRLTLEEDFVLDTIQNYVSNENLDGIYNADNNNDNSNIETPQEKCLRQFITFKTDIESDPNAKTCPNCGSVTK
RRYCEWEGNDVGIVGRDTKSIEIDASSSDKNSPVASSSSGAMGGSKKSKKKTKKEKKAGNPKGKEDVEEIKVYYEGARVV
ILNIIDDVDTSLNNKNNENDSGQDSEFIYNENVAMERSNSNSNQVDYCSSSGTSNNNSNNSADNNNDDDNNINKNEYEND
SDNNKSNNDSDSNAGDYSENKENCSNVNNGNNNANSETNQNTMINYDNNSEGNNDNNGNASNTSKMEKKREKIRNKLSLK
KRTTKKDKPGKIIILQQEFIACDACDFHWCFECHSPQHAGITCKDNNKTGKKSFQWKKKKARTCPNCKVPIQRNKGCDHM
VCVMCKTDFCYICGKPYVNGAHVGSCKMPSMRLRVKAAVVTGVYGTVIAVGVIIIVPVAIIGTVGYFAAVGATSAYNHLS
NNRGRRRNRTDAPPRPPPHFLIDDTINDTDL*VTRVRVRNYF**RNDFVIKLRHSFGYL*LLLLLSL             
>Contig19568_Pirum_gemmata_fr5                                                  
YYSPFLFWF*VLVKLKNATQMQSEPQLQFKSLKNCPNCLFETEGSDNSDNLIVCNKCKQEWCFSCYAQHPGLTCSEFLTK
TAEDEPCSNENDDWIKDFARQCPNCGILIEKTAGCDSIRCICGTNVPYFVIYANNL*NPKRNMIIATTKKIKKITRATTI
TIT                                                                             
>Contig66335_Pirum_gemmata_fr5                                                  
*NLFFLFSII*NKIP*NIIQKYNTTNMSNSSDDSDSFDDTSSDSSSDDEYEKLSIPKRLKTKKESDVFKYTILTPADLVS
SQVKAITAINDIVQIPYSSCRLLLLHYNWKEFKLLEDYYSEPDKVFRDAGVVNPKNTPTNKELTKDDTVVECEICFLPSN
EGSMSALGCNHYFCNECWISYLKSKILDEASISIECPDSSCDLCVDEKTVSDLLADEHDVKSKYQYLAAKQFVQGNAKIR
WCTGVDCQNASEVVEIEPQTVTCSCGHMYCFGCGENPHQPLTCDLYSRWLTKCRDDSETANWLNVNTRPCPNCKATVQKN
GGCNHMTCQACKYSYCWICQGAWGPHGQSWYNCNRWEDRPSNSNIDESRRLLEKYLFYFTRYENHENSLKKEEPLKKKVG
KLMEEMQKRNMPWIQVQCMAKAVEILRLCRTTLKHTYAFAFYLAKGDNQATIFEDNQKDLEMCTEALSHILEEQDYFDLP
LNVTADCNSNDNKSDEKDKNETSKQGKVDKANIDKVVYVDQDRDEGLEGAVEVDTGNGSNNSIKSVAPRSLNELREIVVN
RSALCNSRCDVLMDHVNEGYEQNYWVFEDKHWSAN*VLLVL                                       
>Apar_comp1792_c0_seq1_fr4                                                      
DACWQPWRISSGARMRRAAVGRSMWCNACRRKSCFVHDNLSCEQYDVQLQRDDRANNDVILRTTKPCPKCSRRIEKNRGC
NHMTCRRPGGCGHEFCWLCLADYSTILRHGNHRHQPTCQYYVHYQGDETDRVKKTETRLARSQRESVTRAKMISRETEMK
YLRTRKK*TRGQKMKTRSRIRFRTKARERWVAGRM*READSRSGYIL*KL                              
>Apar_comp11634_c0_seq1_fr4                                                     
QKTAYEIDRVVEALVSRPEAVAASVGLTSLDELQGAGPGSETGPADGDVVCGVCYCEVAMNESHTLRCGHRFCYACWRIH



VEMEVREGRAAGLACMGSDAVSNARCSVGVDDFVVERFVLGKARVAGRYKRFLRESYVSGNPYIKWCPFEGCECAVEVDL
HDAAVSVECHAGHLWCYRCSHEAHVPASCEQVKTWLTEVREESANDNWIVVNTKACPKCGVATEKNG             
>Apar_comp16573_c0_seq2_fr4                                                     
GGLGGNGAFRSFCAFHS*VLAVIEVVKIVDGQETISGVALFFSFLEFASTYRLYTDSSISFYLAFREQSLHPHKDSQVFH
HGCTPTSPRQHYTCCPCCGAI**QVSANRNKQQHLKLKDGSYTRWGGGGRNRKSAHTGQREGGCRGLDEGVQRKNGPFRG
ERPPLRRRVCML*GAISHVCAIICCIHISNFGVGKVCVWLHDRLPWIHSGGALDIDCPDCHQPLTADVIRPILDPAEQER
YDRYVRIGLVNRNPNARWCPTPDCNTPVYRPPTADTNLLVCTKCQVVFCFECSGPWHEGETCGESVNRRLSEGLGRAEEK
AFSKWAQREARRCPTCRVHIEKVTDGACNHMVCSQCHTEFCWLCGQKIPPEGHFDPNNFMGCPGMQFGVEKLSRKDKVLV
RARVFLRRTGKTSKKVLVVGGKAATFVLLAPFVLALSLPVVAVYATSQLQQRQQRARHREETEREPDSPNLMRRDYTPDQ
AAFFML*FIRQCVTKNYVMHCEVSF*VVL*H*IVDLGKQGQRSIFVTR*LTCLDDVACWEHVLPCETFFIFVSRILIGFL
KQSHGIVDLNQCVRLHMYRHLIIRLYCKI*SDIISFF*PFLV*FVCPLR*GHLVMIRLCMNDVCSFLSHFNEVG*LQEDR
FVAAEVYGCLV*SQKLCLTQQQYIRSMLGWLHS                                               
>Apar_comp17294_c0_seq1_fr4                                                     
KFDERLAEEALSSVEIEGLVRCPFCPFGAIMDDPNSPVFTCQNPTCRKTSCTKCRLEDHRPRRCEDMVPRNETDTTKSFR
TTLEEKLSEAVIRPCVNPKCSTPILKEDGCNKMRCPRCNTAFCYICRSKIDHAVGYDHFCRHARDPGQGCRQCNKCFLWE
DAETKDYEAIKQTVESANEEFKSQYGEDLAPVGPADLLEPPPKKKSHGHGHGPYARYMHGFDDGALMRRHWGQRVMTNVH
LLWLAAAPLRQEQRGVRALC                                                            
>Apar_comp24120_c8_seq3_fr4                                                     
LKAA*VDVKTSHVRQHVSTC*CTNGRFTFGSASEVRPIFSPRTTILVLVGMDNSQEQDDELLALEAIYPERFHQLDNQLK
GGQVDVAVEQPGPVTVILELPAPGPDGNIERRKHVAEHLPYVRVVFVYPESYPSSQPPALMVKCPWMTEDQVVRLGQHMT
RLFEEGSVLMFGSLDWLQAEAWAYLEMTQILDLRHFGHAAPRVFDEIIAHDEKERQRVFNESYFECLVCFGSYMGADCFR
FHICGHVFCRACICEYFNVQITDGNIQRLECPVPKCKKQALPNEVKSLVSADMYERYDRLMLQTTLDSMGDIVYCPRKAC
GSAVVREPDEISRETGQKERSQLGRCTACGFSFCILCKKAWHGLEYCTPSDLEQLISKYENADDAGKEVLRLQYGPHVLV
AARELQTRAWIKEHTKQCPQCNYGIEKNDGCNKMACRKCGAYFCWLCLSVLSHSDPYSHYSSG                 
>Apar_comp318785_c0_seq1_fr4                                                    
GGRKRRRRSSAPSPEDIDCLEWKLANSKRCPNCRIFIQRDDGCNKMDCPFCGNEFCWRCMRGWTSECGFYTCGMDQNAPV
AGDDDHQTKRPKVPQAE                                                               
>Apar_comp12231_c0_seq1_fr5                                                     
AVVVRPYDTPPSQPHHMSVEVCQLVTLLHTGQSDWFAGQHDTTGCIGLLPRACVVPLPQGPFPVDRQCTPTTSFFTPHAS
VWPGMHLSAGMRLGVVWMDGDTVSVVAASNSGPVVAMVPKHVLNVHGHVGVDGNMGGGGGQVEEKKSSGPESKARECLIC
MGGEEGPEFCVGACDHYVHVVCLVQMVRHGLGNASSFPLHCPHVGPPGRCATLLLPETAELLGMVAYAEGLDTLSGAELS
TFSRRYAASVLGQQNHVTCPHPKCSAIIEAPEKDRTYKRSRCPQCTRPFCISCLVPWHEGQTCDAYQATHQPQLAATLRL
IHATAKPCPRCNTLITHYRGHACHHIKPGGGCPGCGYHFCYNCLQAYPGCDCPRFCSETCACLPCPDCKPGKHCSSCDAD
GRCPV*GPMAIRNTVPPRHMLAYISITFGSGMDRDQETV*VMSKRIGATMWVPCVVTKNST*AVSCLIGTQRPWTLNSWF
LV*NS*TNV*FIQIGMTVKVCCDFLCIEYSRIAECV*IRI*MSYENVNECIPKEVNVNRHYCTAPKHVFLLCSMHGRPTP
AKHIQSYTRAYALGKTSCIHFSYPTPEIGDHVVWHMASLEIQDISSGEEPSFNYFFCQPITVFSFTIDPIVRILRLSLA 
>Apar_comp14844_c0_seq1_fr5                                                     
LVANVTGEAFTPLVVGCSATGCDDRRVTLRELTDVLSFCANGAELLRRWTATAARVTWLSTNQNCFECPGEGCKRYLWKG
AEGERAGPGRVVLCGDCGSRVCVACGRLEHPQRMCNGDPQVEEVPPGTRRWPRC                          
>Apar_comp14931_c0_seq1_fr5                                                     
PNDTGIRCPGVNCTYHLVRAEIVEYAGNKAYDRLADMHRRTRARMHETHYLDMRRNPAFRSYFNETCARPCPSCRVIVEK
LFGCNHMVCRCGSQFCYNCGQGWNPGHICLVKFCVRCSLFGHEVSTCLTPWCKGC                         
>Apar_comp16573_c0_seq1_fr5                                                     
EALVATELFEVSVRFTAECWPLLKLSKSSMVKKQYLVLLCFFPFLSLLLLTAFILIAVLVSIWHFGNKVCTHIKIHKFFT
MAVHLHHHANIIPVALAVAPYSDRFQPTETSSSTLSSRTGLILDGEAEGETGRVLIQGKGKADAGVLTREYSEKMVHFEE
RDLHCDDVSVCSKEPSAMSVRSYAASISAISVSAKSVSGSMTDYLGHMAVNTRCAEGTVWCTICLEHVPPFAVFRPATCG
CGFCRSCMVQYCVSKIHSGGALDIDCPDCHQPLTADVIRPILDPAEQERYDRYVRIGLVNRNPNARWCPTPDCNTPVYRP
PTADTNLLVCTKCQVVFCFECSGPWHEGETCGESVNRRLSEGLGRAEEKAFSKWAQREARRCPTCRVHIEKVTDGACNHM
VCSQCHTEFCWLCGQKIPPEGHFDPNNFMGCPGMQFGVEKLSRKDKVLVRARVFLRRTGKTSKKVLVVGGKAATFVLLAP
FVLALSLPVVAVYATSQLQQRQQRARHREETEREPDSPNLMRRDYTPDQAAFFML*FIRQCVTKNYVMHCEVSF*VVL*H
*IVDLGKQGQRSIFVTR*LTCLDDVACWEHVLPCETFFIFVSRILIGFLKQSHGIVDLNQCVRLHMYRHLIIRLYCKI*S
DIISFF*PFLV*FVCPLR*GHLVMIRLCMNDVCSFLSHFNEVG*LQEDRFVAAEVYGCLV*SQKLCLTQQQYIRSMLGWL
HS                                                                              
>Apar_comp16631_c0_seq1_fr5                                                     
STTPAKRSLRCSNQGCGMVYCYECRLPYHGVALCGSEITFEGTVDGLRKYIEEAMTKAQVRICPNCSTPFQKDAGCNKMT
CQCGFKMCYLCRSDINESQYEHFCQHFRPFGGGCVECNKCELFYDQSTGAQAMQIRQVGQAARDEYVNMFPALAAEAQKL
TTVGGVRL*YSAKPHGF*KIFYFFIYTFFQTILLTLCAKYILCGYDVNCVFFGQSKHSGQPNWVKF*IPRLRIKLISSDI
PLPFC*PIINYHVRFCPTILILKVTK*FRHTITRKVYLAFFL*CYGYCECVRSQSQSYLSVILNIGITVFVCIY*V*HFI
CIYGV*HE*IYPYIDIPISWVIYICYPEQTSSHSHRYHGVVRARIVF*                                
>Apar_comp18503_c0_seq1_fr5                                                     
RGVENMNFHQRL*RILRRWKSKVKEAEECL*LFIRVLNEGNSLFIINRVSFMTPVVGKQVL*R*G*SRKEAYILLLSCCP
ALETDWLIGKNLFCISVCLGVCVIALVKTRKSERIYVASASVLAFAL*RW*RRSTFVRGRSCFYRHTHFTSRYDRPLRHD



EAKRPKQQRKRQTCFSLLANNCRPALVHLPNLSS*VGGVH*VFGTARSCLLSKASCWSSSAARRGQTLEAAASCARKL*Q
KIERYHSKFLIQIQAENSVWKMKPLTDDFYQPSPSGVEPCNGAFISSLVPNNPEALKLKNASSSTATASLGAWASEHDTP
SLDGAECPVCLSAVAGVSLPCGHSFCSSCVSSYVMHEISEGRTALACMECEEQLPMQLVVSLLDKEKHLVDRLEYFSVRS
ALLQDPDCRFCPYPDCGYAVIAGPTCREIKCERGCGSFCYDCRGPAHGGDCKEMVKKLSDMLDTYGYKRCPRCNVMVTKT
GGCNAIMCTCGCEFCWVCGQPCSEVTHFLPHKPCRQFSAKPPLSAADRWLRYGLTVAAAPILIPAATISGAAMTIYLLNG
AMREKVKRVPAHEKRKKIALTTMYTASAVVWAPLAGVVGATVTVVGATTYYLGFPVLLAKDNIQESMKKKKRVGVQPPPV
TGVEANLEAVEMNAKAGRRDRVKGKRPSNNISKLENVSV*LICMVCIVLDIYCM*W*NTDVRR*FVLHVWLFMVLILVFF
TAALDVAELLLYRVASS*SIILCPSWLQSETNDNV*RTVKYEVWKTIRTFSSDY*SH*LESELNLCNDRENREY*KHNTT
RSLHAYAIHTM*NNTATN*V*MSTAEQLAKWSP*VKSTRALKCQLMRTFRVISPRWGPLRTIYCYGHCLGSSLVHDGQLR
FPAQPI                                                                          
>Apar_comp23306_c0_seq1_fr5                                                     
GVGGVNCVNI*KRGSLVIDFFCTSYTTIRLCM*GVFSSHLFTLQSSRRV*VQRKVRFRALKMAEINVETVSVSATSEVSE
LSTDKRRFPSTRQTYSFLFGDDVGSTTAGERTEEPDGSHVLTYADFLAESDATSRGAWSMLTRSLRGDNMEEWATHQENE
TEDEEGNNLRKWACLICYEQCGEGTEVSRYEWAGISMGCGCDVCSTCFESWCKVKLEERTINIYCPIQGCGVKVPEDLLL
AILDREHWAKYQQIKIEVSHNPDVKTCPDCGAVTFRGPTKETECVKCKSMWCFDCHSPTHTGMTCSEFQGRDRKFLKWNK
KHASRCPVCQAPIQKTEGCNHMNCRVCNTHFCYACCTVFNNGEVDPALHKCPKLRWGRRRRAVATATVAVGVVTVGLAVG
LPLCLAGGVIVGTGWGIYYSVAKPVELIRRLHRRRMEQTVG                                       
>Apar_comp23632_c1_seq1_fr5                                                     
LSC*NAQHVFRFASFSSCSERVIRVSLFSTAVLVCVCFALFSCFLLSF*W*LICWGVSSSANITESCVCHCWRPEEKRIG
PVFS*GFVSRAFLTLFLVSDHFFLW*AL*PQTPSENFHAAYVLPYITHFERNAFWFAFSTLHLICLNTKMSDDDILSAED
YSDLEESDHGEDDGLYDVDMADEEEKRGHGDEFEFTILKPVDLIESQLKAIGDINQVLMIPNSTARQLLHFLGWDKERCL
ERYYDDPEKLFKEANVANPNKTKKMKTNGQTKYHCEICYDDVPQSEVYGMGCDHVFCKACWNEYLTTKIMDEGMSQQIAC
PATDCSILVDELTVSDLLKDPAVLKKYQYLIAKAFVGVNKHVKWCPAPGCDNAAKVVISAPKPITCLCGNMFCFGCLQQP
HDPVKCGMLKKWLKKCADDSETANWISANTKECPKCQTTIEKNGGCNHMTCRSQTCKYEFCWVCMGPWEPHGSSWYNCNR
FDEKKDGANQAKESSHARVSLERYLHYYNRYANHDASGRMEKALYEKVEKTMHEMQVKHGMSWIEVQFLRKAVDTLSQCR
NTLKYTYVFAFYLNKNNQSAIFEDNQRDLEMATETLSGYLEQELSDDEIASIKQKVLDKGQYCETRRKVLLEHVNKGYED
GYWDFSLPREDWQ*MRVNTLESTQHTHRNMRNVCARTQKHA*RVRARTQKHA*RVRAQVCTCIQGVVVILFTVRSRACTR
SVKARRFCD*NIAFSDRRAHTHIYTHTCTRARHTHTHT                                          
>Apar_comp609145_c0_seq1_fr5                                                    
TVAALVDAATLSRYETLLLRTFVDDSKYLRWCPAPNCDRAIECHVARTQLEKVGPAVACSCGHRFCFGCALDD       
>Apar_comp1792_c0_seq2_fr6                                                      
KSDQSNPSAAGARMRRAAVGRSMWCNACRRKSCFVHDNLSCEQYDVQLQRDDRANNDVILRTTKPCPKCSRRIEKNRGCN
HMTCRRPGGCGHEFCWLCLADYSTILRHGNHRHQPTCQYYVHYQGDETDRVKKTETRLARSQRESVTRAKMISRETEMKY
LRTRKK*TRGQKMKTRSRIRFRTKARERWVAGRM*READSRSGYIL*KL                               
>Apar_comp21697_c1_seq2_fr6                                                     
PFCRIYGAFLDATPQQQQYFECQHPECMKKSCRLCNDEAHPGKSCDQVEKPETRDFRRSLEEQLTDVVVRPCPKCKLPVM
KDGEDCNKMTCRCGQTFCYVCKEALGGNREQAYGHFCQHLWEPGQGCTEKCGKCFLWEKVDQKEAAKVDKMLKQAKVEYR
NRTGEELDGPTVFDDQVTARPAKKQKRR**KNGFVFTVFHALGGKGDAIGKVYVHEVSEGQLRFWW*CLGWLFTPLSARY
GRC*KGNQ*SGHTGNLWQGSFSE*YFFFDRWVLAGMWQRRVGDGMKATRISREACVHMVVHTVLVRHAHTHTHTQ     
>Apar_comp21811_c0_seq1_fr6                                                     
FKHFCFVEAVYHWYVYTFQSIVYGGVKLQEAHI*R*SLCLSPLIWLS*CLN*VPSVFAHEGT*LVCFVRDDDIAD*CSSF
SIQTPCSFRSRAL*LVFFPNILSAAARKCLRRCEGIERAGL*FLLLLGSCF**RAHESAQEHTSDAMTIVGFSIIF*NSK
ADSFFTRDLPPHVFASFFGGVVAYELARLRI*FQRAKMASSSPILVKHVVEHVGKQPVEVTWEKMTTVEFTSTHSTIVVQ
EGGYAEEVVSSGQPAGSSILFALQVSREQDEAHEKRSSRSRHGQTSQDLELTGMSLRSFKSITPSLATALSNHTNASTNN
TAGWSAATVLGAEGVNLHGLEREASEHSEHWCAVCLEYCRAEAMVDVGQCGCSFCAPCLEGYLRSKVDSGDVSGIRCPSC
SVPLSAHLLKANLPADVYARYELFVALGQHNRDPNTRWCPTLNCNTPVKRDPLSGDKTAADHSHEQSESKVTCDKCRLDF
CFECGTAWHEGMTCEESERSRMGKKGGKGGSDEKRFARWVQKHTRKCPTCKSVIEKVADGSCNHMICSCCHTEFCWLCGQ
KIPPEGHFEANNFRGCPGMQYGVERLSRKEQLRTRARVFVRYSGQHTANAAMWTGKALVVLAVAPVAIAVGIPVAAAYGA
RTL*GKRQKGRSKELAHARPFCRGMSR*MTGFDWCNITIAGFYWCNVMCRRIWISIILYLSCLKLEWATWQISIGSMSRD
LFRLEYAFS*FCKKKDYL*RKLSVSLD*LVFAVLFKG*T*IIPLVQVKLAGFCWCNIMCTRFWSSFFGRMSGTIAVFHWC
KIMCTRVSIWMYRCRSNVDIWHQLLNVTEAGLKL*WYDSYWRAGLSVLYNRYFFITESVLCSRYFFIEE*LILFYGVCY*
*RMALLITTVAGVGYDVAKDYRSFRICVVCFVEMSRVPTSPFDFISMSTYG*NYNYMCVITKRTEIR             
>Apar_comp21811_c0_seq2_fr6                                                     
FKHFCFVEAVYHWYVYTFQSIVYGGVKLQEAHI*R*SLCLSPLIWLS*CLN*VPSVFAHEGT*LVCFVRDDDIAD*CSSF
SIQTPCSFRSRAL*LVFFPNILSAAARKCLRRCEGIERAGL*FLLLLGSCF**RAHESAQEHTSDAMTIVGFSIIF*NSK
ADSFFTRDLPPHVFASFFGGVVAYELARLRI*FQRAKMASSSPILVKHVVEHVGKQPVEVTWEKMTTVEFTSTHSTIVVQ
EGGYAEEVVSSGQPAGSSILFALQVSREQDEAHEKRSSRSRHGQTSQDLELTGMSLRSFKSITPSLATALSNHTNASTNN
TAGWSAATVLGAEGVNLHGLEREASEHSEHWCAVCLEYCRAEAMVDVGQCGCSFCAPCLEGYLRSKVDSGDVSGIRCPSC
SVPLSAHLLKANLPADVYARYELFVALGQHNRDPNTRWCPTLNCNTPVKRDPLSGDKTAADHSHEQSESKVTCDKCRLDF
CFECGTAWHEGMTCEESERSRMGKKGGKGGSDEKRFARWVQKHTRKCPTCKSVIEKVADGSCNHMICSCCHTEFCWLCGQ
KIPPEGHFEANNFRGCPGMQYGVERLSRKEQLRTRARVFVRYSGQHTANAAMWTGKALVVLAVAPVAIAVGIPVAAAYGA
RTLYRRQKAKKAAAKNRPMQDHSAGA*ADKMVGFRWCNIITSEIHWFNVMCTRIWITCIGAVWACTVDFPMGAMS*WLKF



ID*LSCVRVFGLFII*QVRRRHL*GSVISCLYFLRCVCAVGSMSGQDCTILQVQCHGDCFSLVHYLVYALFKLDVLGSFE
CGSMASVVECHGET*RVKVLMVDSYWRVDLSVHI**TFLLLYSRMIESLSFSGERFG*RMATHYHCSK*WL*CCKSLLP*
IYVSCYADVAGTC*SV*FHIDEYVRSDVQHVRYHQKNRKLALS*IL                                  
>Apar_comp24120_c8_seq9_fr6                                                     
LLSSFFRGCVLRCSTPSDLEQLISKYENADDAGKEVLRLQYGPHVLVAARELQTRAWIKEHTKQCPQCNYGIEKNDGCNK
MACRKCGAYFCWLCLSVLSHSDPYSHYSSG                                                  
>Contig1825_Corallo_2_fr2                                                       
AAMVLMILSFFLCSALISFHTVQ*F*LLPSFSINNQFNPSRPDIADCHTSKVRTSVISEKRKTCKKRTFGRPLIDYGPKL
MIPERTCVSLVCRCRIGLVTVGQLGGLDGFGRAAGESGRRRTAPSPPRGEEGGKVGAREQWEMDPGTDQELPLKAPLSVA
NEFYAPRHPSDIHIRIEVLTWFDGSAKTAFVIPSRLGSATSAY*SRSLGDRF*SIGPLEGDWDKSILHRQVCDTTDLSVH
SPR*SAAWRDIGSSGLH*ACDKHIGSILALPYYANDTMYDSHAQYPPGIRGREPEYSLPYYVSKPMEGTAPGPSSSAAHH
YGSMNSQVTQASMPMAPQTGHTPSGMTQGLYMTTGVWPEQTYPAVMYQPTSAQQSHYGQWHTATAPYKYPPPPPYNGVQS
LAPGYNTHQSSAAPCSSVPQPHWRGYTAATQSPATEHGTGHSGGRPYGFTWHMSGQDTYQKQRAVAHDHSGPPSKKRCLS
KTSPRDPLVTPTISHTQPQSNQGPHWTANVSKQVMLSCNICFSKTYNIILPRCGDQFCGDCIRKYFHECVKSSWGIAPTR
FDCPVCTDKLELPTVLKYLDEDLRNEVIKKSECPQPFTRHCQKCAGSVAVVDPEKCTRSTLDVLDSHQKSLGPNMKGLVA
DIISQVQRQKIPADELLPSMMCLLGLKEEAEWMSHFLGDLLHCKDLQEINVPLQFEYVRRYPHATCTGCKEPVCLHCGAA
THHKGKTCEDYAEEMLKYLESCAEDVPNDDELPTRGTSEAANLIWKLKNSKRCPQCCIFIQRDDGCNRMHCAYCGHRFCW
VCRQPWSKACGYFQCHRSKGKEKAEDVAPLVVSTNSAVEAGVPDVQAKGFASAADG*SQ*KKLKVSSFKKVGCV*PR*FG
PRSKKFSYISYILRGFK*RVLSLRQSFSLVNTVKDPVWCDIVVYLPTLLCSVLM*LLSGKLHAYSVCGHRSARYGRCRAA
IFHYQP**ICVVVSIGISVEVYYYAVKDLRKLGISFDLLPVLLGSPSFPVCISSGCSTLCC*VWSVLIFDLLRGVLSLAV
SNLAIAGVPVIFRSTERVCKGLHLSLIRL*FLPCIVGITRHHVKGLCTNIGLMTPSLAT*AAATHWL             
>Contig2106_Corallo_2_fr2                                                       
RKGRVSCIMLCIVECSRK*FYRDRGNVEILKAS*TVAKQTKMSDMDDDEFFDDMSDHDMDDDDFDVGSIEKEGGTLDSGH
HAENNYEVLKPKDLISKQLTYIEDVNTIFQIPAPTARILLQHFNWDKERLVERYYEGDQEKLFEEAHIVDPNKAGAGLTV
AADAATGPSECEICMSETDPKSMVGLPCHHLFCSDCWNQYLRGKIMEEGSGQNIHCPQHGCDILVDEWTVSKLILDPKVL
SRYEYLVARDFVGSNRYIKFCPAPGCENAIKVQSLQTFEVTCECGHKFCFNCQQSVHDPVKCEMLKKWLIKCADDSETAN
WIAAHTKECPKCKTTIEKNGGCNHMTCRSPTCKYEFCWVCCGPWEPHGSSWYNCNRFEEGESINAREAQAKSRAYLERYL
HYYNRYANHEQSARFERQLYEQVEKKMEELQHLGMTWIEVQFLRRSVDILCECRNTLKYTYVFGYFLARNNQSIIFEDNQ
RDLEMATEQLSEYMEQNVNKDAAQDIKKKVLDKSKYCESRRKILLDHVAKGHEDDYWDYLNRDDILSISTK*CKPFTRCC
FEKFKTFDSH*TIAYHKYKGI*YSLFLS**MVLAEIM*EHLLGENSRLRRRDNMRYISPCDSDRYTAMWLFHDHKLAEHF
LLRCLDVVVIKYVREARLEHLLCELHADTIPWTSTERNIAVGMRQGLVTQPAVWVVHVRVLPVFGEGVDGAHVQKHLGAG
GDGVAFAVKFFLHFSTKYGRGWVEA*GFLDHCIQVNQVA*SVNVNITLSKEFVYLGVNPCLYLFVLGHFPNRPSKCHSSG
IMARKHEGTDLIPYILVCEGRCSIGILCGEHKIKK*ETPLADPPQIYVSPDALLFESQFPLQNRTVTLSFDNFEVLVAFL
SHLRHIPYPIKVILQIVGSECKQSIGLFQGSAVLSVARALNIQFSTHGRDVDDIQSHTDQVG*HIKFCVRLTVFADDINK
RQCSLLHRAHVVTQDFEMESICQSTAMKLPRFSSVNQESAS*ITREIFSTLTFSYVDLRLENVLDILSLPHNNAREWASP
ECIDSTQLIMPFLEERIRV*TFPWQIFQCHIVLGQLIERTRPSDISDKFCHNICQNYSEYEHPRRGV*KQTHLQ*TNDIP
GTNSKSSFHSN                                                                     
>Contig910_Corallo_2_fr4                                                        
IR*FYYSSPPLTNTLSHTRIGGPLGKDIRVQSVLVY*RREERRASQVSYE**PAMTAETFYTLNLFGSAPRFLERECLCC
MQTIADEELWVNRYCNCFSCLTCVKTHIETKIMNGTTGSISCPGCDRKLELQEIESLTTTHAYKIFCKQVRIQEVARNAD
MAWCPRPGCNAAVVRNSKDEDEVVCKICELEFCFSCQADHDGLSCTQYQKKAAKEMASDKEYRVFRRWRHKNRTRTCPNC
NVVIHKLEDGSCNHMVCMLCATEFCWICREIIPPEGHFDPGNIMGCPGLQYKTGKVGKTQRAVARGKVAAKVGGRVVGGV
IVLPFVAIACVPIAMYRAGKIAHSKYGNNKTQTQPTWLYIEKGTIVVEDTS*K*CINLSSPVDVHNHASFEPIHFHSHCS
RQTHKSS*VFVSLFNYTILFPTQVNT*SIFRLVTCEENPGGSERIASYLQ*LHLPARKEG*FSARLALHPQASPVSERTP
PAGERRGASGGSQNNLGAALINYLWNRS                                                    
>Contig1647_Corallo_2_fr5                                                       
FFALKKLIRTIRQKHCNDGLAPRILWLSRWVITSFTLRASLRRLDRGDFNLCVLSAGSPPAGTGWSR**KG*SCHTEGEG
LS*AGQAR*TMVTPGTSVGVCRAAWGFIREITYPHRYRERKRSHFQYLMYTQFD*TAHAFDLKRRSLRFQLRLVAVFPRQ
LSWVRSRSLGGGRPVKG*AVLRVQRSRSQWLVIEVDTTLFTVLIL*SVVFDAQFDCVVGMCSISLVSGGCQERSLKELVP
GMKRPAIH*QCGATQAIGNDMSIATMCAT*LVKEEVQLDLESSQTKGSNMPLRTSVSQWSGASSASRSHQKPPQSPDDEQ
QKICLTTTPWHEGDLLCQICMDHISPAHVEDVLEIVWFCDGTDLDGEHTETEDCSGHVACRDCMVMYCELQIRAHRVPVT
CPTSECVGTVKADDLAKLVGPDLFSKYETVLAKKLDPNVADCPKCGTLAYGSDEDPDIECLVCDLQFCFTHGAAHLGKPC
KGDKSVNHHTGIRTKLWRMRNSRKCPKCKRSVQRTDGCYHITCVCGHQFCYLCGQEYNGAIGMHVPRMFPTKKERATTCN
NPKVWLKRGAVVGLAPIAVAVVLPLSLVAGPIAAASLAMKGNHSEKKGRIATFNQSNTFALTADPDDPDKFSIAEGGD*S
KSTTTHTHTHT                                                                     
>Contig4356_Corallo_2_fr5                                                       
IMEGKCVVCEAAIVTVLDPTETDLVTKIDLQKDGPVGLHCDEDTTHLVCGECFCRYIEAGVILRLRYDENLVSSGVSCCS
GPCLAYLRPTWAMIELFRNAYPELAATCILRGHVDDSGSSSGDSDADARSLSMISSKGNAKRIKMLLLFPVSCFMPSNRP
IIAGDVDGEEHIAEVLAIRYGTTERRREEMQTVLWLAEHTRTCTRCGRRVVKDGGCSHMYCTWCGNNFCWLCGKPFSWAD
SSHQCNEDPTSRTTVMDNMQSGGQTPTSVPLLRTAARGIARASRGVAKGTGKAASFVYYAALKPFARVAVDATGTAVYIL
TTTPSQRRTERLNYALKTGDPTAMLSVLGSNTCPHYTKLGNNECTFCHNEVDPDSLEAHNDDLYVQLMQLIQEQKTKI*R
LVHFLR                                                                          



>Contig2873_Corallo_2_fr6                                                       
WEKICAEGT*KILGTNRFPHRATDVREEASTSAHPLSPTVHNPCTILDHAGWPSRTAYPPPLSQS*AELY*RYNSCMYDP
LCRDLCASIPYALIGKHICVK*SVRMKSIGP*K*ICLMPDTEHVLPFIGTGSCTLQCYDLQGDHRAKVTRQIRSRVQLPL
RNEDAIDWGFRPSVRGRRDGGG*GRTDKA*REPEHGARTGTDLSDLLVRMSDSAEESLHGMWEARSPAGELRGRSDKGTS
DLAVEQLAEERGVISDPYKV*HHMEHTQLTGLSEAEILSLQRALAMDESGLADLMQQLEEAGHDRAVHAAHEILAGVNDE
GHLVTVITDGDHNDNTNESNTDLCMVCFEQPSSEEDTVRACPEATHHIFCNRCFLSYIDMCIGARQTVLECQHMDGCYAH
INLDVLAENASEQVLKRWERMLAVKDNPELRECPQCDSLYPTGSPKNPDIYCDKCKVTFCYWHSAIHLNQPCQGKEAHEE
NTLTSWLSTFRKRLTTTECPNCKRAVNRSGGCPHMTCVCGKSFCYRCGAPWKDHIPSYVSLNFKRSCNNKRAWVVRSMVY
TPIIPLMVAGVAVGGAIWSTAKVARGLKFGVTVGARGCKRSVQKRWKKRTVPQTTESISRPAMPQSILVVEELNDVYPSI
NEDTISVTSSDSQLEAAIESGHDYGDTGDNRLAASGVEMKAYPSGSNREHMLTDIRNFNKSTLRTQYRPTLRRRAIRRKK
SVSFKHHIHQVHSIPPAPRSVASI*AQ*SKTCSSIW*LLGTLIMNVLPRACQNGPVEKGPPPQPLFFGA           
>Contig4743_Corallo_2_fr6                                                       
DDA*CFPGFSSDPRNRPTHPTIMCS*PIRTECYDRTHTKNIYAMDDLQDQRDECMALEAILGSDWFMTNDRSSAEARAGV
KYEKNQLIKGRLRVEVILPDGGVDCFIPLAQATGDIRHNETSDCGTTVEHTTNTVKKRSQHVGSVQHLPPIELSFTLPAT
YPSSDGPMFSLSCKWISEPALQVLGKRLVGLWEGQLGSPVLYAWYELLQNETGEELNLINDRQEITLRVQHRSGNGHDHD
DVDDSSEPIMLRMATFVQDVATMQGLVRNVLDHDRRRRKEKFDSENWDCQICFGEKIGTECHRLSRCEHVYCKECLGGYL
HVVISDGSVSNMSCPDTECKREIDPSDVRSVVSDEDFQRYERLQLQAALDGMKDITYCPRPSCNFPVIHDQDIDQDGETL
GVCQKCSYVFCTLCRRTYHGVSPCKIDNLTEVLRDYEAADEQKRAELDRRYGAKKLQEARGEMASHTWMEENTKRCPECN
VPIDKFDGCNKMTCYRCHCYFCWLCASVLDKGQPYKHFNPSTGGCGSTL*RD*GRT**HRDWIRH*TVIGAIIS*IICIS
RAMVGSRSANGFNVCAIFGFTSLLWP*PSPSPSLSLSDTFVSSPLLWSCV*FAGCWSCHQRQRTVAQPFFFPWHPCSHRG
RPRRRACDCPLGYMRSPHHPVLHVQHLPY*ACCPYFVDQTYCSRHRRSELLCLSCSRP*KCCKAVAVLRRRSPSDQVSP*
AAQVPCPV*QISCPPLQCLH*SLARPRHRIQRCTMFA*CCWP*SWSSRKGSRSLPSMRLSSPQLHP*PSFQELSWRPYCL
RHPFLCPGSKGSP*SPPRQPRPPHQSRKCRCHLQPRTCCQHLEHSTAVWYTLSLSELACCRRILTNI*TFYTVLHTHAGY
YHQMLCSPLVVLISVVSL                                                              
>Spom_NP_594204_1                                                               
MSDLLDDEFYEEEFENDLLDASEFEDEFDEDAEIDDDGFTVERKRRRAHSVSYRVVSVRDLRASLNEKINQLTSIIDLTR
EQVLGLYRYFKWNRERLLERYIDAPEESLQKAGVGLSGSKQREVVHHEGTCEICYDEGCLPFFSAECDHEFCLACYRQYL
DSRISEGESVIQCPEESCTQIVSIQSITKVLDEKSLDRYHRLLDRSFVDDNDHLRWCPAPDCEFAIECHVTQASLSSVVP
TVTCNCGKQFCFGCGHDNHQPTICPLVKIWLQKCQDDSETANWIHANTKECPKCSTTIEKNGGCNHMTCKKCKYEFCWVC
LGPWTEHGNNWYTCNRYEEKSSTSARDSQSKSRASLERYLHYYNRFANHEQSAKLDHELYEHTHKRMTQMQVDSNLSWVE
VQFLKNAVDILFQCRQTLKWTYAFAYYLARNNQTEIFEDNQRDLELAVENLSELCERPCQDCSLSVFKQRVLDKTVYVRS
RRDVLLDDTARGLAEGRWEYVVDV                                                        
>Spom_NP_593502_1                                                               
MLEVEVESDNKHLVADELIALQSIYPEIHLDGNNYGRLNIPVNTESDYFLSFKSPDESTLTDTIVVRHFPDLVMEFFLPE
AYPFNSPPTFFLKSSWLPLKQKRVLTSSLIKLWNEIHDCVLFDAIEHVRSIATIAFHLPTEMVFPGGFDDLKKEILAFDK
NAKLLEFQIRKFQCNVCFDEFNGTDCFQLTRCGHVSCQSCLRDYYTMCIQEGMFSQIKCIDLDCGKDAPVLTLKELESIV
GVQLTNRYKELEEKRRYENDSNIIFCPRSFCQGPSKRDPGQKLAICQKCDFAFCSFCQATWHGDLSPCKLEGDSKKLVEM
YLNYQENEPEKALELEKRYGKRIIDRLVEQVKNDEEAEKWVLLNGQRCPTCDRVVERIDGCCHMNCLCGTHFCFLCGAYL
MEQNPYKHFNDPVSSCYGMLFASAAEKQRFSENWT                                             
>Tmel_XP_002840450                                                              
MDELSERLIISLQLQDIEEVLATRKGKGRQGDLAASNDELAFNTYRRYLQDSEQAIIGRRMTESLEEAMRADCDILTEIA
SVEGVAKSDRDLAIRLERVCEGEASSSDPGSEEWVSASDHTSEVSEIAVNEWQARLMLEDQTGVTPGPSWMPTRREPQRG
CEICFDTFSVNLTLSAPCGHIYCQSCMKEVFLNACVDEMLFPPRCCKREIPFHMAEKVLSGKEVSEFRSKSREYSSKDRT
YCCRPTCSEFIPSDWIRGDVGTCPKCFAVTCAMCKKEQHPGDCPQDKSLDLTLELAARSGWQRCKNCHALVEISSGCHHM
TCRCSAEWCYNCGVTWKECECSDWDDGRLNRRAEELAMRGAPPNANRATIADLVGIYRTNLQVNHECEHVSGWRFLRGGA
QCEMCHFNLPSYIFSCKRCELLACNRCRKNRI                                                
>Tmel_XP_002838236                                                              
MSSDDEFMSDQLSDDQYEDDDYSLGELEEDDDRYLDDVKDEKPSKKAYEVDYKVHSDEQIRAAQQIQIEEVSSILGLPGE
QCAILLRFFKWQKDRLIEKYMDTPDEVLEDAGLGPGYEAPAVLEKLKGFSCEICCDDERGLETYAMKCGHRYCADCYRQY
IESKIKDEGEASRIECPSEGCSRIVGSKTIDLLVPSEINHRYRELLNRTYVDDKPNLRWCPAPNCEYVVDCAIRPTQLHS
IVPTVQCSCSHQFCFGCGYADHLPCPCLLVKKWLKKCEDDSETANWISANTKECPKCVSTIEKNGGCNHMTCRKCKHEFC
WVCMGPWQEHGTSWYNCNRFEEKSGSEARDQQAKSRASLERYLHYYNRYDNHDHSAKLDKDLYVKTEKKMTTLQSSSGLS
WIEVQYLEAASKVLQQCRQTLKWTYAFAFYLERNNLTYIFEDNQKDLEMAVETLSSLFEMPTDQLANAKKEMMDRTAYVN
SRRIILLEDTAKVLAEENWKFTVDLKQ                                                     
>Ncra_627NCU00691                                                               
MAESTSVSLSSAHLVGTVANPPKLDESEYLREVFGITTEDATATEAEIEESLTAKASSLGIDVSNLTDSLGNPTALNATS
ARSSTLVAHQRSNTICSNDSTTGTETATGTDNDMASNSSAAMPATLTQSTSRKRSNTVNFSQYEKYLTQLKPALHQPKFS
NPAAPTRRPSHNIFGFGHFKGVRELRRGLTGRLKRRKTYPALPIVICICCREEFAQENHLLQTLPCGHTYCQNCLAVMIN
QSTTDESKMPPRCCTQPIPSSIIKTILTREEQQAFLKAVLQYSTPWESRIFCPNPACGEFIPPRAKLDPKHPFETMCKTC
KMRVCLICKRSAHRLGQDCPEDIELETVLKMGEKSGWRRCYKCRNLVELTQGCTHMTCRCKAQFCYICGAVWDPVVGCPN
FCNGEEELERRRREEETRLAELEVKKREQEEAAAAEGRAQQAAERRTRDSVEFQALRERQNHEMSRVLAYEARMRKDMRT
KQSEKKKALLEKYAELTEKMKERHAKTEQHLEDRQIEAEMELRSSLDASERSIKIQLKHMEAYCKTLSQVEEVSEKDQAL



QDSKMPSREVTQKHLDQLSEQYRIRDGMERRHQAQINVLREKQGKKMEQLLDRHEDEMEALLHKKSEELEDLAVEFANEA
DAVSRTFAQRKVKLQKRWLVSVEILRVEQEKKTGMRYASMAVPQWPAATTTESDTETESEEEETTAAAHLQEQEVIELAR
PKAEAEMKEDGWPLSNNDNIKTTEIELPSTPKTVTPAVTPTQARFEAELRRYRSRTRLVAPGEQSPPVSPRTMR      
>Ncra_1815NCU02039                                                              
MAPSKDSKRGSKTPESNINNSTTSNSNGGGGNASRDSRHTGLFLPLFGLRLSPRHKRRIETERDRMLSDPDRHSHLRRGR
MTPPAPTVDVELKPLDDRQPNMKFALRPGSVVAKLEQLVRRRYQDKGHPIATAAHFAFYVDGRVLNPEDVLPPTSFKIWY
RMSRSSAEVDQWKFSQYKDANNQPIPPELAAQLVQAIDTGGATVGELRRKIAAFMSISDPDRVLLVARGGTRPGQLQGDS
WVVSEIKRHWLCCWISYHITRTNAYAVINGLGRRYVYHPESHYFYDGMSVRRWQHHLDTRLFRNVRSRGKTGFNAHWSEI
ILTLNGTRVSKTTRVCWGKTYEVELSGQAAKIFSAEEAWLLPDEACSVCLDSKNLSLMAYKITSGCNHKPTICNACLSQW
IASELETKMWDRIKCPECPKSLEFADVQRNASKTVFRRYDELATRAALGNIPNFRWCKSSKCNSGQIDDVRCVRFKCKAC
KNSHCIKHDVPWHSGETCEEYDKRNTQKKKDERASEAEITKSSKKCPSCNKAVHKFSGCNHITCICSHEWCYVCLAPFQR
NEHGFLYCRHKPECTERDPFVDLIDPQNANADPRTFFEAANHGLFPPQFFRNRLRVVRGRAARHHLEAGANELGVGQMGR
NLNRFHPDMFLPPWMQEADRGMFAGVAGIADHVANGNGNDRDPMHDMRVLAQDMRAARRERA                  
>Ncra_2601NCU02914                                                              
MDGINSSRRSGQGSSESFSSTVTENISKDYMSGSPTMENRQISGVGVTFGPGMEVYEVKPEIAHLPYYEAESKRVNVYWG
RQFLKYTIKMNHDPSSLLAIHTLFLSGEIKVRGKLVTTQYSSSGPGSGTLELLELPPDVFLDEITRQIPPELLKDAQWTT
KQPKFLDSYALTAVLLQFSKFGPLKEQEVETLPTMMRVSTLFQNENDARRAVEVLNQSTLPLDPQQMLMARLEYEMMFKG
PEKWVQNTLKQLLSKASFARNTHQMKLVVHSLDDEPHFSLSGESCEVLVEAMEVVRQLPVYDQIHEDRLNPGGFIAADEC
CVICGDTAESPVITQCKHVYCGNCFHNLCSSTFSVGSWRNRVVCQAPKPSGTSTVLDNSICGRTLGLPEIQTMVKTNTFE
RLLTASFKSYVQGRPHRLQNCPTTDCDYVYVVPEPNDNLVTAPHITCPHCLVDICTRCQKGHAARGMTCLEFQDHLAHGE
HSMALAKAEQGIQDCPKCTILLVKVHGCNHVTCPACHTHMCWLCLEMFEGEAAPERVYDHLVVVHGGIFDEGDDDEYVDY
LGDDDEDDDEDEDLDDDGDGGDDDDNVDWEQEHGFGGEEAALVLVHLIRRLLRLLGQLQAEGQRRNMGDAADPNLIEEGQ
GEQADTGQEDNRDNDEDANVDGDNAANQEDIEVEDEQVALRAQGAPEAIDQDVWLFPQIILLEREPFEEPRVQPNQQERR
DWEEIVQPPPQQRMDWEEIDVIAPDIVYNFDFFIWLLFFIVGLLWNFIRKLALFALSFAT                    
>Ncra_3321NCU03719                                                              
MASFNYDDSDSPRDTELSSLVAIYPEIQHPRSDDPYAIAIDIPVNPSKPVLVYFPAAADSNPDPRAQGTLQQNGASHVNG
SASGGPLNGTDRVGGAGSAEGAGAGAGALDRHEVAHLPPVHLEIIFGPDYPAEKPPVITISADPPWLSKDTIKRLEDDGP
RLWEEMGRDMVGFTYIDHIQQAAENVFELVDEKGTLEVDPQHRIAIMDYDIRARRAAFEKETFNCMVCLDPKKGSVCHKM
IDCGHVFCVECLQDYYNNAIKEGDLASVRCLAPNCTKEREQAAVSSSGNKKRKKPKTYISPSELLQIPLDPETVKRYVTL
KYKTELESDKNTIYCPRQWCNGAARSKKHKKPQGLELNEHDEDEEEEEETSGVSKPYNATDLLAICEDCNFAFCSRCHQS
WHGEFVRCQAPRKNEELTAEEIASLEYMKLHTTPCPTCAAPAQKTHGCNHMICYRCQTHFCYLCSAWLDPGNPYQHFNEM
PGGRITGCYQRLWELEQGDGDDVGLGFEGGAGAAPPGAGRAGPAAAAAAADAPEAPPGFEGLPEQRLMELLMADMGESDD
EEDDFGGPPPFGDRELDRQLAQRIEAEAQNGAGRGVGEVAIAREGPLVLRIDGGRGGGGRNQPAAGRGRGGGAAGGAAAA
APNGPAAGGGRGGRGRGDNARGGQGAGGANIRGQHQNRGGAPNNRHNNRNNHPNHNGVGAGAARGGRNGGGGVGGAVRGN
VGGRARPNPNGPRMDFDNPDNVQVNVPDGIRLDPQQEAWIRQFVHLALEDQEDLLFDDDDW                   
>Ncra_3961NCU04438                                                              
MLESQEGFRWCTEPSCGSGHIHEGGYSQPIMKCPNGHLSCYVHKVPWHKGMTCDEFDIVKKNPDSPAYKQHLRQQEENQQ
SEKIIALTSKPCPSCGRNIEKNGGCAHMICSLCRYEFCWHCRDAWHGHQTRRR                           
>Ncra_4401NCU04941                                                              
MRRSSKGGIKSTTLKDPTDQLSTSFYTKNNMVVTSTTVEPLKSHRNSECVVCMDEFPADQLIYFCPPSPSDDSSNSNPSN
HGYCGGCLVEGIRSAMKGRYPFRCCGKIFDTKDYQGASLSADEKQAYEDMVEELTTSDPLYCSNRQCGSFIKPALIKSDL
GLCPKCFASTCKHCRQASHPRLVCKQDQDTLKVLTLGKKRGWKLCPVCGYMVELVKGCHIIKCKCDASFCYRCGASNVSD
VDDRRHMWHPSCWRPEDYAIHVTPPRLEQPQRPRRGFIDMLGRLHVQWRSLDREWRLELERDKLRRREWPRELEMEEELE
TLENTALRAPNPLQFAAKNNSNNINHYQQARARPQQNAQPHQQPRQEHHNPLINREHERGLPWQPLMVAPHRPVFYQPQA
NPWPNQLPEPQGQRQRRS                                                              
>Ncra_6054NCU06882                                                              
MDSEDDFMSNLSSEDDMMQEDDSDNDMSNPEDFDFDDEPDLDTGNKDSQQAKKHNYLDIPFKVFRPEDIQKQQDGLVDEV
NMILDISKEEAAILLRHFRWNRERLIEDYMDKPRQVLDAAGLAQTAADKPRLQVIPGFMCDICCEDGDGLESFAIKCGHR
YCVDCYRQYLSQKIREEGEAARIQCPADGCNLIIDARSLDILVTPELTERYHELLMRTYVEDKETLKWCPSPDCANAVEC
GVKKKDLTKVVPTVSCLCGHRFCFGCIYTDHQPAPCELVKKWLKKCADDSETANWISANTKECPKCNSTIEKNGGCNHMT
CRKCKYEFCWMCMGLWSEHGTSWYNCNRFEEKSGAEARDAQARSRVSLERYLHYYNRYHNHEQSARLDKDLYVKTEKKMV
ELQKQSGMSWIEVQYLQSASQALQTCRQTLMWTYAFAFYLARNNLTEIFESNQKDLEMAVENLSEMFEKPVQDLAQPGLK
VDIMDKTSYCNKRRVILLEDTAENLQKGKWTFNIDLVSGAPIVNPTSTPATTSGSRR                       
>Ncra_7814NCU08841                                                              
MPGARSDANTPQPDREFISDEAHLLPLPPDAPDLHELNASLDALSAVFPDIQIDVFREMLSSFDGESRLALVANALIQNK
VTWVKGRWRAAEEMPRNVPATAGPVSVPSRHKFRSKEYRSAVERLAWQEFKGLSRSTITAVLAENNYWYPDARPTLVSLS
SKSWRFAISSLFLRRKSVSGTEAATHPLVIWKSSGRGSIVPCIKTTGNAELDKELYEALILPILKQARQEREDKDHSLAA
ELNTKEAEALASMFECSCCFTEATFEEIVSCNVDGHTICFRCVHHTLSEAVFGQGWQSTINTETGTLRCPAVEGSGCKGC
ISQEQMHRAMLEFKKGAGIMHKFEQRLAEHSLVVSGLPLVRCPFCSYAEVNEIYEPPNPLPYHSLRKNAFQLMFAVLCIG
FIPFILPLVLIIGIITVLLSYKQDIVIPLSQEYHAARQRLQRRRRGPKFTCRNPECQRNSCLSCSKEWVDIHVCNESSLV
ALRTQVEQAMSMAVKRVCPRCNTSFVKTAGCNKLTCPCGYKMCYVCRKDIGGDGDGPDVGYRHFCDHFRPEGDGRKCDKC
TKCNLWEAENTELVLKQAKEEAERKWFETENRELTGAEKVFLETGMAIDPNAAARMDKMYAHGSWRVPTLAELFDFILEH



ILEA                                                                            
>Ncra_8176NCU09232                                                              
MYRRHTDNGEGSSRRENPPRRPTRITVVIRDEPVDGPPPHIEREERRHPWPPLRFPPPMVRWDLPSRPRPPVPPPRREGL
WARAQELLGHNRHFLDRIDREVALDRLEARQAERRAQRAQQNRQEEEARRDRHEQERRQEVEAERRQEEHLEQVARRDER
NRQHGGNVPAARANPVEARPTPVNRLPGPQVPAPVPAAPVATATTVNAATAPVPEPSVDGDDLVPCAVCAEEFPRSQVLT
TSCAPEPHHYCGQCLQSFFRNAMDRNVWRNADTFPPTCCGNRFYIHANELGNENPSREVRARNERFRRLLGVEMIRQYIA
RTEQVRMEREHTGTRCSNVDCGWLIPERFTGVEGRRETEAVCHHCRQVTCIICEGRAHRARYQERCPGHRRRTEEQQQLE
EQADRQFRQLRRDEAWRTCPTCDMTVERDGGCNLIKCIKCKTYFCYHCLLIHPNGHGDGPLCACPIFDLHEPERRIRERR
AAGIPDHVAEGEEDEFFHGRNHQHRQHQRHHPDPGRHRHRRHRHEDRFFDHIPEDDDFFHGGDHRDILDDAPEELLNRPI
EVDSDDDIDPEDLRFILDTLARGRMPR                                                     
>Ncra_9463NCU11710                                                              
MDDHVRKPPMCCKRYISPQLVDNLFDPIFKKDWDRKFVHSSIFASGRPRSLVCPDPKCGTPIEDQDIHLDRDGREFGECR
YCRTEVCVGCSGRWHKSLQCPPDAMPHCSRCRKKLLPGEPGRNYTTCQCNTRCCTVCGLRWKKCDCPFFNIEGNEPLDTL
FTADPRSNPFTYAMQLESDAQSPRTYRSNGGHSRPVAAVHSRPQSYEERPVMDRLREKRSDDPLSRRFHVPGEFEEYDER
EVDDDYRRGRDDRDRPLKPVNYVRRPEMAVPPPLVHRHTAPPPAHSVFERPTTNAWTDAIIPHDSDRRRSPSPERLRPRM
SRHASLEKERLRAPSLPRHAYPSDRWADVPPELGGQFRPRSLERQRTSSRHRDASPDMRHAPSFERDAMRSASRRRTMTP
SLEKRKLASRFDADTRQGPGYSTMAAPPMMAAPPPSHAATAPISSRFPVSAAPPPPPPPPGMKRHLTEDDFYTTSRSTRS
SDRDRMATPARHHSYHESPQQPRYPAYYEGGIPARTPSGRRRSGQATKEHVKDDLPPSVLAGLGGPSKGMERVQEWNKYV
EPGPPLIEGVLQSSA                                                                 
>Ncra_9464NCU11710                                                              
MDDHVRKPPMCCKRYISPQLVDNLFDPIFKKDWDRKFVHSSIFASGRPRSLVCPDPKCGTPIEDQDIHLDRDGREFGECR
YCRTEVCVGCSGRWHKSLQCPPDAMPHCSRCRKKLLPGEPGRNYTTCQCNTRCCTVCGLRWKKCDCPFFNIEGNEPLDTL
FTADPRSNPFTYAMQLESDAQSPRTYRSNGGHSRPVAAVHSRPQSYEERPVMDRLREKRSDDPLSRRFHVPGEFEEYDER
EVDDDYRRGRDDRDRPLKPVNYVRRPEMAVPPPLVHRHTAPPPAHSVFERPTTNAWTDAIIPHDSDRRRSPSPERLRPRM
SRHASLEKERLRAPSLPRHAYPSDRWADVPPELGGQFRPRSLERQRTSSRHRDASPDMRHAPSFERDAMRSASRRRTMTP
SLEKRKLASRFDADTRQGPGYSTMAAPPMMAAPPPSHAATAPISSRFPVSAAPPPPPPPPGMKRHLTEDDFYTTSRSTRS
SDRDRMATPARHHSYHESPQQPRYPAYYEGGIPARTPSGRRRSGQATKEHVKDDLPPSVLAGLGGPSKGMERVQEWNKDA
GERIRHVRAPYTGRGRDVRDRDWE                                                        
>Scer_SCRT_01830                                                                
MALTQFENDLEILRDMYPELEMKSVKVEEEGEFPQRINGKLLFKISLLADVNIEFDEQHMLLSNLSNECVEFTIYSCHYP
DIRRCVVMDIKSLWISTDEKKMLIDKALRLVEETVDMSIEFADSFTSILILIFGFLIDDTAILLFPNGIRKCLTQDQYDL
FKQIGEEATLQKMSRSNYHCCICMEMEKGVRMIKLPCENANVEHYLCRGCAKSYFTAMIQENRISSVRCPQCEYKELKLE
DFKSYKKMLKALFTPLIPVSFLKEVIDTELCERYEKMFYNQAATRLSKYCPYACVTCRRCDSWCTKEDLDDAMIQCQKCH
FVFCFDCLHAWHGYNNKCGKKVSLSTDIIEEYLDDTVTSYERKRKLEAKYGRRVLELEVNDYLAEKMLDLAIKKEGSNLQ
RCPKCKVVVERSEGCNKMKCEVCGMLFCFICGVLLYPEDPYEHFREAYSGCYGRLFEGMPGTET*               
>Scer_SCRT_04037                                                                
MSSGTENDQFYSFDESDSSSIELYESHNTSEFTIHGLVFPKLISVTSQDSEFDINEDEDGVDTIYEGMLDAPLTKNNKRI
LCEGSVPNLSYECLTTKGIFERMLQRVDHLQPIFAIPSADILILLQHYDWNEERLLEVWTEKMDELLVELGLSTTANIKK
DNDYNSHFREVEFKNDFTCIICCDKKDTETFALECGHEYCINCYRHYIKDKLHEGNIITCMDCSLALKNEDIDKVMGHPS
SSKLMDSSIKSFVQKHNRNYKWCPFADCKSIVHLRDTSSLPEYTRLHYSPFVKCNSFHRFCFNCGFEVHSPADCKITTAW
VKKARKESEILNWVLSHTKECPKCSVNIEKNGGCNHMVCSSCKYEFCWICEGPWAPHGKNFFQCTMYKNNEDNKSKNPQD
ANKTLKKYTFYYRLFNEHEVSAKLDWNLGQTLGTKVHALQERIGISWIDGQFLSESLKVLNEGRTVLKWSFAVAYYSDAS
HNLTKIFVDNQMLLANAVESLSELLQIKTPEVIMKRRPEFYNKAGYVENRTTALMECGRELLCKGICKAAE*        
>Cneo_XP_572912                                                                 
MSSDGENEDLAYEDDYDVFDADDVMDDSASEPDDFDVLSPTIETVPSKKPYDVNYTVYDLKEIIGMQKKMIDEVAALLVI
PASTAAALLRHFNWNTEKLQEVFWTEPDATLLAAGLSPPSSPSTSTQPLPGSQSGSFECPICFTDYEGKSAQQDTFAMGC
GHRFCKTCWGEYLTGKIKEEGESGRIQCMESGCKRVVKGEMVKELAGDKISDRYYNLLNAAFVSDSPNLRWCPHPDCPYI
IGCTQAPQRMLNQLVPTVECECGKDLCFGCGYAASHRPVICKIVRLWEKKCADDSETANWLQANTKECTKCQSTIEKNGG
CNHMTCKKCKWEFCWVCMGPWSEHGTNWYQCNRFDEKSGIDARDVQAKSRASLERYLHYFNRWANHEHSAKLDTEFYAKT
EKKMEQMQDAGNLSWIEVQFAKQAVDAVIRARITLKWTYCMAFYLKRNNQTELFEDNQRDLERAVENLSYLLEQNIGEPE
SIAKLRHDVTNQAAYVQKRHEIMMDDTLRGHLEHRWEFTVDV                                      
>Cneo_XP_572323                                                                 
MSGVRLAGDGGEMEFERELAWLEERLAKENAEKEEADRKQKIIDEAVANGHGIECGCCFGDEILENMFQCAEGHLFCKEC
TMRNAETKLGEQQITITCMDLSGCEAPFPESELGRALSDKTFSLYHRLKQAKELELAAIEGLESCPSCPYSAIIENPDEK
LFRCMNEICGQVTCRKCRRKEHIPKTCEEMDKERNLDRRHAVEDAMSTALIRNCPKCTKPFIKDSGCNKIVCTTCRTMSC
YICRKIIKGYEHFDRQRPNYNAAPDKGKCRLWDSDANPDEEAVNQSSERRSGGRSNGCSSSRRRSSQCRRTQC       
>Cneo_XP_569938                                                                 
MYHDMDHHEIRQQCESMQEDELTVLESIYPGQIKIHPNPNNRPGRILTLTLPVKLSSPTKVSISTASNNGESSIPSLTLS
HLPALSLCVALPETYPLLVPPAPISLRAPLFKGHDDKLGSWLFQNDLREIESRLRRMWDDDKEAWDQGQGVLWRWWDWVV
NGDFLRETQRLIHDSLTLTVPPPLSPATFFTALKSYDSYQIQNEFEQTAFPCSICWENRKGGRCVEMPGCGCVFCTECLG
ECWTLAISEGTLEAVACPSVACVKQRATNEKASRLDQGVTAPLVEKVVGKELRERWEVFKDRRIVEIDPSFCICPQPKCQ
AAVPPPTPSGTCGNSSAPKAIRLADLTKPSSGSLHVPADVPRGSGQSVPLTEDRWAAYRLCPKCNFSFCLYCSSTWHGPH



TVCSLPQASQLVLEYLKYPEGSEGRLAMERQRGKANLERMVSKWREDEMNTQWLHSRTKACPSCSVRVEKSVGCNHMQCG
RCSAHFCYLCGQSIKPTDPYKHFNTPGQPCYGKLFEAMDFEDVLDPVLNLEQFTEDDLLDWDFGAARI            
>Ccin_CC1G_01003                                                                
MASDDGSDDFEVLGMDDSPQEAPSVSARNDVQQVRPASPLSPALSDLSDLVDEDDFGVIEMASDTQQGSDDASLDAPAAL
ATSGGESPASHSSKADSSTGVVRGLESVDQVCQPMCPLHALLVTQQVLAVRENNKLAPVDTQEQRIRSFLKKEKNFEPLL
SLGRTIVPECGHPISEHVDRPLFKTNLKFPIGLTREESVIKGEVNVERISTVLSDNLVGEYAAVFSFTPKLREDSLHATV
ALVCIKISSAGDEEPSYRYIFLHRGLGSEHEADIEAVTKASTPDGAQFVAELLRQNDSTAFEAHLFGITGPTSTLNAGTP
SASLASQPMEEGSDAKPLSFSQEPPPYSEFANSPTTTQGAVTSDDGTGPPPPIYDQVEEPPQPKRRGTVRTPRGPRKSSG
QDLSWMLSLQSQPLILSSPPPPPPAAEPEAQTSTSSKANEDGSDARVQVFSEDKLQLLFGPPKGTQRDDNASVVQAKDKG
KGKEKEVEELNTSTDSNRSATSRKKYGDFQWQRDLIALSIKPGWEVKPDSPAQQARSRQPRASSSSRPVRKAEAWSPLML
RPELMESATKTPTTPMIDERDDAGSSTSTKGKGKENETTVPSRSSSRAQGDDVASPRASLYRAVRNDFAWQLALASTTLK
PSEDYMREREERKKKIQMELGLVPFDCLVCFETIEWEDGARMTGCEHSFCKDCISGHIQSKLDENLFPVVCPVCLADQDR
QAKGTVEEPLVLDLDLDEKYQDRFIDLQLAQLSIQIDCPGCKQSMMIAREDYLAEPFIVCPLQFCHARFCRACRVTVYGD
TADHACKIDEALDKLMQENGWRYCPGCKTPIQKASGCNHMTCGTPGCSVHFCYTCGESIWDTNSPDSLATCLSQHYSNCA
QFDPEPREVPAEVNAAGGAAHRRRRLQAGDRDCLIQ*                                           
>Ccin_CC1G_02090                                                                
MASSEPSWDLTAATDAIDLETALLIAQLQLEDALEISAGFKGKGKANAPPSDQEIAVTLLSEEIKAWKQIHEDATLARSV
NRAMGTDADILEAFRLAEESAAADRRAAEVLQRQGRLPPPTQSQRIVGEDKAFPNRFKEVKEQRGSAKTDLIKRPIISAS
TDKKEAQAVTGLYGFVTSSVEERTAGPSVDRYKRVACVSCDDKHRIGSMLKSSCNGDHYWCSACLASVIEVFLRDESLYP
LRCCQTPLAKDDVSYYLNNPSLFRRFEEKMREYDVPTKDRVYCSTPTCSAFLGSALTLRGATLYYFNMPASTTCRSCSGA
TCIDCRKPAHRGDTCTQNETVAQLRALAREVGWQTCPGCSAVVELHHGCNHMTCRCRTQFCYACGVEWKNCRCPQWEEER
LLATAQVRAENVMGAQARQAQPVNFAQQVQRAVDNLRVNHGCTWHRWSSRSGGGVCEECGDYLPVYLKVRPVQLYSVS* 
>Ccin_CC1G_02315                                                                
MSSDYEYSDDDAAYYDDEDMLDGTQDDEVSDDDMDMDIGDDFKVSTKGKRKSYEVEHESLSQAAVEKVMRDDAEHTSGIL
GVELDIAKLLLRHSSWNKEKLIEQYMDNPTKVMVSAGIVLPEVDPQATPTPARTQTSNSSSTRRPTRSTSKLLSSFSSGS
RSSKSSSGSPPSSCASPKALKKADEPFVCPICFDDDPKVRTLSLDCEHTFCSGCWTAYITSKIRDEGEHYLRCMAEGCAL
VTSDTFIRSVLVPEQGSQSITPAEAEENLKVWSRFQELLVRHFVSCNPDLKFCPYPSCTNTVSCPAASSKLSLTSIVPIV
SCGARGIGGQEQSQSQSQSSLGGKEHKFCFGCPVESDHRPVICNVAKMWLKKCRDDSETANWIKSNTKECSQCQSTIEKN
GGCNHMTCKKCKHEFCWVCMGPWSEHGTAWYSCNRYDEKAGQEARDAQSRSRASLERYLHYYNRWANHEQSAKLSVDLYA
KTEKKMEEMQITSALTWIEVQFMKKAVEEVEKCRMTLKWTYAMAYYLAKGNEKELFEDNQRDLEKAVEDLSELLESPLEP
ENIPTLRQQVTNKTVYVQKRNEIVLEDTANGFLEGRWKWNAKVEGFDDPDPSLIAI*                       
>Ccin_CC1G_03955                                                                
MSSLANGETEGHGGVFKSVAGASQRPEGVRDRPPIANGPKAPTVDGAQGTKGKRNRRRKNKGVAMSPEQGPRATEPGSRG
VASVGASQPRDKIQNSRQHVDQTLVTGPPLRAILGNKKPCFAWRDGNCPRGDRCRYSHDPKIRDAASEQKALREAEEREK
RERLLTEERERREAEQRERERIEREERERQARERQEAERKEREKIERIAREEQARRERERQEAIERKKREEAEARERSRI
EQERKRREKEEREAREREAREREQRERRRREAAATIQLVVGGSNLVTFGAGFETRSIIAGFDLCAVVVRNLTADTKKDQV
ARLFMEELQLDPLTFCVSEMKYDNGGQKAVVLTRVEDSEAIETEVLQGIEWRGRLLEFEMGANALWGKMNASGSNQDLNT
LSIFWTVPSTTMIATYTSMEEAQRMARRLDGRMLGGRRIKAAMNERPNGPAARYYVPSSVKVTNLPPHTATHELWEIAET
TSIREVKGPVYDLDSFKGTLEAGLKRHDMIRGSFQVTIDGTRVISKVRFPSHETAKRAFAAIEAGQFRFGQNPRLRPVLP
QSHEYTISIIRAQYDAQRKLWDEIAEGSRGRDGAFVRINEGRHGRMFIKVLGSNEKEVGALKVRVESLVAGERLGAEYWH
SSFLSNQGASFLSRVKTDTGAFVSVDRKVHALRLFGMNEAKAAARAIIEEEVERLGFLEWSIPLQRQSVSFFVRVGLKTL
QDALGEDNVSLDLTSTPNRIKIKGGDDARHHLQKLMEEALASVRDGKVVVQRTGDGETCPICYDEVSSPDVLSCGHSYCE
ACLRHYLISAADSKKFPLVCMGEEATCGKPIAIPIIQRYLTPQRFNRLVDVVFLTYLEQNPRSFKFCTTPDCTQIYQCDN
GKATHQCPSCFSKICGQCHEESHDGMSCEQARVHRNPEEQERLNNEWAARNNVKKCPECSRMIMKAEGCNHMTCPCGAHI
CWRCMGVFDHHEIYTHMHSAHGGIHGDEPAAPPPPPLQPQPIPPLRPFGAQPQAPQADAARRVQEEADRRYAERLRQAEM
DALWRRIEMDRRLREQAEQARQILRRRREEQAEELRRRAEAAVAFERAQQRAREEQARRQKENEGGWCTIM*        
>Ccin_CC1G_03968                                                                
MTSPRTTTGDLQTGGYASRRESSSVICQSFRDYGHCELGKDCPKQHILLVASGKAVSASPHNRDENDGASEPIPPLPVSS
TPRVDVTQIAAIKAISDAAAHHGPRSNVDVRKNPCFRWEKGSCLRGDQCRYRHDPEFTGLNTQGTAEKKADAKVWSEEDQ
KKFEQTALNVREKLRALASRGKDPNRDVGPSTPGTSREETHMVGYREPITPTDLRKLSAAARKRHVKASKEEKGGILSLL
VRDVEATGLVQVAAPKRQREEVELQTELDRVKQEMMAELEFRQAIEESEKLLIAKAVGTKRQRDQEEKKTRRRKEEERER
ARKAIEEAAKRRREEEERIAEEKRMKEKELEEQRKRALEEHQKREAESTLSRVVAGSNLVTFSAGLQIMEVIPGFELCTV
TLHDLPPDTKEEEIVRIFTEHLGIDNLTFHLASLKPIPGQKKVATLFLRSEQASLLPFAFEDIELREHPIRVEVGANATW
GRMNAYSNATTITTLTIAWNLPSLTMIATCSSMEEAQLKVHEINAKPPLLGTRKVRAAMNRQPAGHAARYWTPASIKLTN
IPCQLSTSDIAEFTGIPSIRQIKSPTYDLESEKQRLEARLAAYQPVKDSFETSENPNGLQAKIKFESYEDAEKVYDAIQQ
GHFGSFPHFRPSLPKRHEYSITIPVAQYEAQRSRWDELADSNGDKKKAFVTVKTVANGARMVVKVLGSDQEEVGVLKVRV
EALVAGQRLDSNHWHSSFFSSDGSKFLERVNADTKAYIVLDPKLHALRAYGDDASLTLARGLISGEVERLNASEWSEKLP
RRAVGFFMREGLKVLKDNIGEENATLDLATGTVKIKGGDNDRQLLRKLIREATLSGGGAQSPVSDNEKLCPICYNAASAQ
PFICGHSYCHGCLQHYLVSALNSDKFPLVCMGDEDTCKTPIPIPVILRNLPRESFNRLVEVAFQSYIHQHPLEYKYCPTP
DCTQIYRQQGEGTTPTHQCPSCFVKICGTCNEGAHDGMNCEEARVHRDPKLQEQLNDEWLRDNGVKKCPGCGALVFKESG
CNHMTCSKVTAV*                                                                   
>Ccin_CC1G_09016                                                                



MSERPKPKHSKSRICTAFAQKGKCAFGAMCKSSHDVGANGSARGSQQSPKPSSSAKSVKSSSKPQKKRPPPTPVVKPAES
IPSRSPTPDDPLEKQEMIDEDDEKEPCVFWPGNCGSGDQCAFLHVDPAPAPAEAKTVAESSTSKQKENLVWTSSSTESRS
SKGKGKEPAPTYRPASPFGYGHVENDTSDDETEQGNDSDTDTESRYADSSAGGWVKARTSARKTHARDPPIVEDKESVFE
FSNNPKHRGPTQVAQPPAVAPPPPQIQTPTIAVPHITQAMFHWSQFADPNADPNVAFCKQLTQNNCALQAQCRFRHSLTP
EEYTTLFKDQQPMLMTLNQSLGTAQGAVPQAQPVYYQVAQPPPIAPTIPVIQSPPPPAKPPISKVLCAFWIRNKCQNGDK
CPFRHEGTPITETASGYDSMDNLRGTSPVQDICRHFQKGHCIFGDKCQNSHIMHSDIQNYRTKARADANGWGAPAEEDNG
WGVSSGNPDAWGESDDHTGSKADDGWWGSDDRSNNRTERRDNWSSNSNTRTSDRSSGRICYDYQVGRCTRGDRCRFSHDL
GSGRGGPNDEYRGTQSRGSGSSSSRCKFYDQGDCRRGNACSRRHEDGGSWKRADSYQAEGWGSAQDEGQDHEANGWGAEE
GTTGDVWGQDAADDHRDEDEGEPRDGDVTHEDERESAKGSEDEGDGSDGWNTSRKWFEPSDNTDRSTSAKKRPLCLKFGQ
GACRRDDCAFQHSLPSDQAAIHSRAESAVEDDEIEETQEAEPEVDVTPVEDVPPARSPSPEIEEHPLVQRFVNNCTVRFD
AQCQPEEIMTAADSKKLVLSHLPIGITDEEIQRLVKHIGAVKEIVELGTGEATATFSVEFEDAAAALIAVRLLNGKDYSG
QTVVAKLDSRATVSGRSPLGSQVLLVSWPCPTLTAWIFYETVTIAKQAAQKINGVKFQDRTIKALYEAGKGNKRGPWPVR
VTNLPPAASKDDLKGLCDVPFVVTDLGQPTYTESPRDAIQEALEEYGGVLSFEDSLEENTVSKNFVYATMEGHAAAQAAA
KALNKTKPSYIGEQYLTVQHIYLAGFQMPAKAFECVADQVKVIREVQKGTCTVVDWPLVDTHVVKIYAPVDQAVAFCTAH
AELEKVADGLVVTSEDGANVWDDYLETTSAEKAIEKFNERPTDVPCFVYIDKRYQVVRVYGAPDGQKRGQAALMKILKTV
NEQRHELAVPREKMAAIIDNGLSELHNSLGGSKVTLDIVSPKLVIRGTPDDLGKAKLVLSVAPASSIPSTVARSKLCPVC
EREPVDRVRLSCRHVYCKACLKFALTKTAKGEMAGQPFFSCIYSDEGGDDDGSTPAQTCGAPISYAVVRDTLQMAGEVEF
LKAAFAFFIRAHRDQYFFCPTPDCVAVYRSAEEEIVIRCTMCSGDICPLCRSRSHDGRLCAERM*               
>Ccin_CC1G_13611                                                                
MPTDSVLQGTLEHPEDSDVVKECRALQREEFEVLESIYPDCVSSNEITEGTLKLEVPIEFEGERKVFITQDAVLVSPTND
LSSNASLTSSSNPLTETVAVSTLPSLLVTINLPARYPLSEPPKLASIRATHLWLPRIGLLNQLLTEMWQEGDGVLYNWVE
YLRTGEFLEALNLVRPSDGVIEIVHSNPPILAPLLTSHDASSKSSQFAQSSYPCSDFWGMCVEEGDVGRVGCPDPECVKQ
KREAEEEEVARVLTDAEVARWRWLREKRNLEKDPTIIHCPVDICQTPVPKPPGEDPESGWDRFRQCPRCSFSFCSFCRRT
WHGPVTQCVMTHSEKIVLEYLAEDEGSEERETLEKRYGKKNIQNLVARYQEELANKEWLAESTTECPGCGCHMTCWKCGK
HFCYRCGTGLNPSSPYAHFSQPGRCFQKLFDFQAEEEEWIPMFED*                                  
>Ccin_CC1G_14060                                                                
MSSTAAAPPPPPPPAPAPAPTSNPTSASTNVEPGPSTSTAPAPLPQPQPQPQPQPTGPCALPFPTTELSRLLPPSLFRLY
EKLKFRKEVESAKIDGLEECPFCDWVVVIDVGVEEERVLRCGNKDCGVVSCRQCKKKEHLPKSCQEAEADKHIDKRVMIE
EAMTQALMRVCPKCKKAFIKEDGCNKMTCPHCRTMSCYVCRQVVTGYDHFHNQQQPGMPVGSSSRKPKCPLWDSVAHRHS
EEVKKAYEEALAKLKESNPDVEIGKDIKVDLPEAPPPPVPGQHPAGYIDPYALARGQHPHAFGGVHWGGGRHLGQGMNHH
LNPNHPNHQHHLNFANVMNQYMLNRYIPPLQPPAPVIPPNIDPAPLRLERERLRERLRERRVRLRREERYLVTAERREEE
AREVLRAREGAAGMASARAARTRTGAGAGGIGAGVGVSAADARAIEEARNLVRHRAVERAARMVQVENLRREVGEGEREV
EGVERMLARREEEAERWRAERRREEEGQVQRMREAEREAERELEREVQRWREAEVRRRQEREVEVQRERQRQRRERQRER
GRAMEAELGREREVLERRLVEREREREMQREGERLLRVLAEEERERRGNAGAGTGAGGAKRKRRG*              
>Umay_XP_759470                                                                 
MSDLSDEYLHDDDVEDTMDEDSTYGYDDAIDSEEEEEDLGFGVADDAFAAPDSAAERFKSYEVEYKSHTVESIEEAQQKE
VEQIASMFMVKDTDAAILLRHFSWNKERLIERYMDSPEKVILEAGVHEDPSRPKLQELDNFTCEVCFMCSDDMPNGKMET
LALACGHRYCRDCYQQYLEQKIKSEGESRRVQCMREKCNLVVDEGTVGLVVEPTVFERYKILLNRTYVDDSNILRWCPAP
NCELAVECHVSSKMLNKVVPSVACDCGHPFCFGCGNAAHAPAICPIAKMWLKKCEDDSETANWISANTKECPKCTSTIEK
NGGCNHMTCRKCKYEWCWICAGPWSEHGNSWYNCNRFDEKSGAEARDSQAKSRASLERYLHYFNRFANHEQSAKLDRDLY
GRTEKKMEEMQVTSGLTWIEVQFLKKAVDTLTECRMTLKWTYCMAYYLARDNMTELFEDNQRDLEKAVEDLSEQLEKPIE
PRTIPELRQKVTDLTVYVQKRRGILLSDTAEGFQEGRWHWNVTI                                    
>Umay_XP_758672                                                                 
MQLLSRVATDPILTTSTTVNYPHPHLCTRKTSAGIQCSSTFRGALALIWPIAPRHFLNMESEALLKECRQRQEDEIVALE
SIFAASEDTKYEAISQTPVEIRVKLIQSKPEPVLEFHLPVTLPRPTSIVVETYAHDLKETPAQASSSRKPYQSLDIEKAL
PSRNLQHLYLSSRQSNGRSCNRMQEHKLGHLNATATAFLPGRASTSELADHRHSQQTANSQKLRTTEVAVDALVRPFLSS
TKSCNEASENSYVSTSRLLSTKKLPALVHLSPISLRVRLPLTYPVEHSPIVESLTASWLPCTLGQQCRSHSWILQKLDEQ
YQQMSGMEVLYIWATFLSESLWISLLEEAPPADDAPAFLQPANTVSESGHAGLRFEERLSAPEAEPLLADQLVAYSRLCS
RINFDVSSFDCVICLETRKGRACTRLTGCGHIFCSECLAGYLSSLVDDGFHRQAKRCPDPECVMLWSRREKDNLVDQEGN
LITPAKARFKQTVANAPQGQSETGSTDDKQVVGLVTRTELESILGAARLGKLDALTVKAKMEADPSVCYCPRSGCQAAVV
RLSSDENSGHWERFRECLCCGFAFCAWCSRSWHGPTACPVSFQSELIRRYLSLSASSPDRALMEQKFGRKTLETMVRKYE
EEQQTQQWLSHFTTPCPTCAIAIEKSYGCNHMTCKSCQTHYCYLCGKPISSQNPYQHFNTPGYECYHRLFDGLLGDQAPQ
DHQQLQQDDADARRDRDGGADARPRFALLLDQNGIPLHLEPEDHHMDLLAWQQLG                         
>Mver_MVEG_02727                                                                
MESSSSSSSHHRGQATPGTSSGRGNHNHNHTHTHTHTHSNTNHNNNTHNQPSQSHPYQYQAYQPSQAHFSRNSQHDPMFD
RDDDDQSDGSEGEGDPGFEEIEYWLQRCSICFDSRLDFCLEYCRDQFCRDCFQRYVKEVVSNSWGLNVTKIKCPVCQDTI
PLAEWSKYVDQATRDQYQLYNQPYRSFSRFCNECDEEVFISQVKKTLVGASAKDMLPSFESLFVTLKSIISLGGFSHEDS
THARSTSHKSTSHFGKKNAVAQALVKKFSDDYQSLCTAPPVGQSRLPLMAHSYLSSLSFRSLVNPPEQQSQPQQYQPPSL
PHTHQRPPVPSVVIPPPSLPLTGASVAQPSLPRGNTPTQPTGTAMQRSTPLFQKRQGPAGVLEIYQTLMTSLLELFDLQD
DEGTRVKEGRVKEPGFEAPDSNGGDTPSQAVSTSSRSTSLVEPTGSKSTLKRARTATHKVMTRNQSKRENEIKKKIVTFS
KELSSLETRPDQWKELQFLHVRWLRWDWCHKCQLEICLQCGQSTHHENQDCFGYMRSLIAGEARTPDSRRKRMKAELKTS
TTIKAISRSKGKSRSDQETTTLQWKLQNTNPCPNCCILIHRDDGCNKVDCMLCGYRFCWVCREAWGVDCGFYKCGRQTED



SSLEYSLEKKKEEGHVSRAHGNEAQEEQVESLGISTTASAGPETNPSRPDHHGTRSEESPSSLATPTLSDKPEIGVPNVF
VIQQKRARF*                                                                      
>Mver_MVEG_02769                                                                
MAGLDSLVECPFCSYAAVVENDDDKEFRCMGRKCRKVSCRLCKAPTHIPLSCDEYQKEQEKNSVLSVQHKLEEHMSEALI
RECPKCKSRFFKTEGCNKMTCPQCNTKMCYICKIQIRDYSHFDQTPAGQPQVKKNLCRLWDDSVKRNASDVKAAAQQMIQ
ELQKDKADLVSKMVVDIPK*                                                            
>Mver_MVEG_09737                                                                
MSSGSLSDDDFAGSSDFDEEYDSDDGSDMEYEQAGDVGFSDMITEKQRKKAYEVDFSVMPLTDILSAQSSASNHVAGILG
VTLDQAGTLLRAFKWNKERLVERYMDNPQEILDQAGVVLEEDASPVVKRPKGFVCMICFDDSSSGPALALRCRHVFCQPC
YEHYLTQKIVEEGECRKILCPESGCSVVVNEQTIKKAVSQTVLDKYRKLQDRAYVADLDILRWCPAPNCENAIECRLPHS
SFSSIVPTVMCSCGYKFCFGCGLGDHQPAPCGLVKMWQKKCADDSETANWISAHTKECGKCQSTIEKNGGCNHMTCRKCK
YEFCWVCMGPWSEHGTSWYNCNRFEESSSTDARDQQAKSRASLERYLHYYNRFANHEHSAKLDRDLYTKTEKKMEEMQRT
SDLSWIEVQFLKKAVDVLTSCRMTLRWTYAFAFYLAKNNITELFEDNQRDLEVAVEALSELLEKPIEREKIAELRQQVLD
KTVYVGSRREVVLEDTAKGLAEGRWEFFTEFAKV*                                             
>Mver_MVEG_10558                                                                
MALQDYGDYEDDYVILSDIESDLPGTSHSLTFQKQHYTPGSLTTTEASSSSASTRNNTTSSLQPPEQSDTDSDLDLDIEE
IEYDYGPDNDTLLIMPAMLRDYSHHATNYHPELWRSPIPGSYQAPSLARCRQEDRMMDRAELLKTTIPPTTCGICFEAFT
TFDLEPREVPQEEISTRVQFARSFTARLARSFAPLMSDRSAQHQHNIPSSSAASGSESGSGPGTSAAASSTSTETTNRRS
SVSPSIRTSFCPTPSVSSRDIGLVMPCQHGLCLSCLQTFLTNSTENPQARFPIACPQPGCRTPIPAESAELVLEPETLEI
WYRKLAEIHVANKVCCPQPNCRSIIDLDDRDGTAVTCPECRSSFCASCAVPFHRGLSCEEYRAQAQVGDTEEDRAMLQLV
KDRHWRHCPSCRFVIEKNVGCNHMVCHCGQSFCYACGNAWDEMEARCSRDCEIEGIHEDISLDCIIM*            
>Pbla_Phybl2_106941                                                             
MDDSQGKKEFEVEYTVKDAASLVEMQAQSIDLVASVLGIQKRYATSLLWQFRWNTEILFEEYMESPEKALEKTGIKTMEE
IKLLQKKRELGSQSEEFECKICFDDDPEMMTVGVGCGHRFCIDCYRKYITFEITEGNNRNITCPQEKCNAIADTETIEAL
MIKDVYEKHKLFLNQLFVQDQASMRWCPGIDCEYAVECNIPSTSLVSIIPIVKCFCGHEFCFGCGLSDHRPAICALVKKW
MAQCAQDLETLSWIKNSTKQCPKCEALIEKWGGCNHMTCKKCRHGFCWVCKEPWRKHGLDAYTCHKYKAESVNSDDCSKY
ARRNVERYLHYYERYMNHQTSARLDNELFRRKPIDIKEIEEMEEDGTLPCFRVKTLKDAWEITVKSRNTLKWAYVLAFYM
KETNALDLFEKNQRELEMAIESLSESLGSGNGLRYDVGYELILDKYTYAKQRLQNFLDYISTEIFEESIEFTVDLRQ*  
>Pbla_Phybl2_165138                                                             
MALSYTQDSEDQYTEDSDEFEEEEMNYWLQRCSICFDARLELCLELCRDQFCQECFGLYVTEVVKSSWGLGVTQIQCPVC
QRTVPKSEWSKYVSPAVLEHYNKFNQPYRSYTRACPCCETENKPLDYTKRNKDVNHLYASYKLLKDSLGSCTQEGHTEHP
SHEDIRHATWMIENPSWSQNNTLPEIYEHLLNAIKKFDLHHPHLPSVGTTIAEHLCQTNMSSDTWRTIQFTHIRNFPDIT
CSKCNTDFCLQCGEDKHASQSCEDNMRNKLEDSQLSVDLAKTIEWKLENSRRCPNCSIMIHRDEGCNKVDCSLCGFSFCW
MCQLPWSPDCGFYRCSSSPDSQIMEKAGIAHTKAELGVPNVHALRQRSIY*                             
>Pbla_Phybl2_143354                                                             
MSLNTSRIDFFPVDPQKKVGILLNLLDYLQPALVGLSSLLQLVAHIVFGSRLLTCITYIVLFPLFLVAALVSTILNFLLN
HMTRPREFTPSHQHHPTPYRATDADLQRHEQEGKQQMDYWLERCSICFDARLELCLDHCRDQYCLDCFRRYITEVVMSSW
GLTVTKIRCPVCQTQIPQSEWSQFVPAHVVEHYNRFNRPYRPYSRCCPQCETEAFPCEYKDKNAVFSEQQQQTQTQTQAQ
AQKQNQTQVQVHTMIQDLLDTLPFYCQGPEMDQLLQIYDHQTWHNATLPEIYRRTMLLLFRTVVDSTAYHSNLLAISHRI
LLLDMKPDTWKQLQFAHISFFPVHECRACNTPFCLQCGQNAHPKMTCEAAMRHILESEAPSESSETVNRQCPSCSILIHR
DEGCNKVDCSLCGFCFCWVCRLPWSERCGFYQCALTGPEEDVLFPDTVDIKTERGVPNVSVIQARLSSSNL*        
>Pbla_Phybl2_65243                                                              
METLSSQQQQQQRQKYSWPVRWLSRPLKWMFPDLTTDQLRNLLSKFNIANLLFCYCIPFFYVFYPTLLMPAIFLRSLSFV
VGWAHGLVSRHHPNPQRHGTSTNNNNNNNNNGAGAGVGNSRRQPRRPDTISRTNTNTSITSNTNTNTNTNNDGMNNMYFW
LQRCSICLDHTYALCLENCRDQFCKECFARYVEEIVNTSWGLGVTRIRCPVCKETIAQSEWSRYVSSDIVERYDRYNQPY
RAFSRHCLDCETVITPCHGPRSERISHERRLELISHDLSLLHQKSGHHNQNRLQEKDKEDREENDKQKQVIELQSMFEKA
RLSRRTSRVGQVQELYGQMVPLLKKQAGECDKYKLCSAISKQLVALETLPEAWKLLQFVHVANFPIETCTTCQKQVCLQC
GEFSHPDLSCLEHLKHRLTIDNESDESLIVKWKLEHTQPCPNCSVMIHRDEGCNKVDCLLCGFRFCWSCGSKWSQQCGFY
QCQQQPIKDDIGITPEKKVELGVPDMDAIDAKRPTNSK*                                         
>Pbla_Phybl2_188341                                                             
MASESEDDFMLEDSRDYSDMDESGFASSMSDNEDYADEEDDVAFDGVFADKQRKKAYEVEYSVQNSISLQKMQDQEVSQV
ATILGLPTKDSTMLLRYFRWNKERLFERYMDNPEKVLQLAGVAENAKQGSSALILAKNIPGKGKFMCEICCDDDPEMETV
AIACGHRFCRTCYAHYLTQKIREEGESRRVECPQDKCNVIVDEVTVEILVDDKTFSKYRELLNRTFVDDSDHLRWCPAPD
CEYAIECNIPSTSLTSVVPTVQCTCGLVFCFGCGLADHQKWMKKCEDDSETANWISAHTKECPRCHSTIEKNGGCNHMTC
RKCRHEFCWVCMGPWSEHGTSWYTCNRFDERSSSEARDSQTQSRASLERYLHYYNRFANHEQSAKLDQDLYQKTESKMEE
MQQTSDLSWIEVQFLKKAVDVTVQSRTTLKWTYAFAFYMTKTNETELFEDHQRDLEMATEQLSELLEKPLERERIAELRQ
AVLDKSVYVKLRREILLEDTAKGLLEGRWNFFVDLK*                                           
>Mcir_Mucci2_104612                                                             
MSSLVNFFNGMNISDTGATVPSQARTASATIKPQRRFAISVPTTRSSSRTSKPIGSKRKLESCVICLQNCTSTSSAKPDG
CDHAVCDTCLRAYYQSALTDTRYHSFEHIQCANPDCEALFVSEKVIRNIFTAKQRDDWWTTATMKTFIENKVECPFGDCK
AIFDADVKLTKKCTFAECYECRRGVCTACQSSWHPGVIKILDDEEELKETLREAKEKSWTRCPKCQHLVERKNGCNTMLC
KCGTEFCYRCGGYSSKHNCANNCHLLLPDQVEALRSRMFVTTTNMTLTKMRKVR*                         



>Mcir_Mucci2_77071                                                              
MYESEDSSVASSSFGEQDEMEQFMNRCSICFDAHLDFCLEYCRDQYCLDCFQKYIVQVVQSSWGLSVTPIRCPVCTEQIP
KHEWTQYVPRKIIDMYEKYNKPYRSYTRACPHCQDEMTPCVYNANRNQLMQPKLFCDIMESMLFSCYHGESHKNHADHIA
VKRWITIYKRQDWSDTSKLLTLYKSIMQDVLTFEKHHIKQTTKRFAHNISHEFINNFCVKPDVWKSLQFAHISNFPQMSC
TSCHAVVCLHCGYDAHPDADCEQNMRWMVKDKATAQEVKETVKWTLANSRRCPNCSIMINRDEGCNKVDCSYCGFCFCWA
CRSSWADGCGFYRCANVSNQVPLLTATTATTTATTNNEDKTELGVPNMKNIQARLVNHHFQRQEDRMEID*         
>Mcir_Mucci2_176239                                                             
MGSESDFEDECMYEDDSDFASSMSESEGYNSNDDVNDDVFVEKQHKKAYQVDYNVLGSLHLKSKQDKEVSQVSLILGLST
EDAATLLRYFRWNKEKLFEQYMDSSEKVLRLAGVSSVSDLKHAIVLAKDLGVDFMCDICCDDSPDMETISVSCGHRFCRT
CYTHYVVQKIREEGESRRIQCPESDCAVIVDEKTVELLVDHDTNLKYRELLNRTFVDDNDFLRWCPAPDCEYAVECSVPS
TSLTSIVPTVECKCSCRFCFGCGLDDHQPCICVLVKKWLQKCEDDSETANWISAHTKECPKCHSTIEKNGGCNHMTCRKC
RYEFCWVCMGPWSEHGTSWYTCNRYDEKSSEEARDNQTQSRASLERYLHYYNRYANHEQSAKLDQDLYQKTEKKMEEMQQ
TSDLSWIEVQFLKKAVDVTVQSRTTLKWTYAFAFYLDRTNQTELFEDNQRDLEMATEQLSELLEKPLDPEKISELRQAVL
DKTVYVKQRREILLEDTAKGLQEGRWAFFVDLK*                                              
>Mcir_Mucci2_188882                                                             
MDTTAPATTPPAETQDKYWLTEQTKELFAKFNIGNLLFCYCLPFFYVFYPALLMPAIFLRTLSFFIGWIYKLVVAHHHHT
ELPAASRRNHHHNNTTAKTEPPSLVEDEMNNMYFWLQRCSICLDQTYSLCLESCRDQFCKDCFARYIEETVNQSWGLGVS
RIKCPVCQETISQSEWSRYVSQDIVAKYNKYNQPYRPFSRYCSTCEHPVAPCQSPRSQGVSRESRLEQIASDLDTFSKSI
VNPNLTVLVDQILMAFLTTCQKGSSTFRIGRVQDLYNQMIPVLVKITTKQPDLYDQASSISKQLVALEVIPEAWKQTQFW
HVANFPVEQCGHCGDKSCLQCGEKAHLGQNCLENLKLKLKNNREDQELTCTIQWKLNHTRPCPNCSVMINRDEGCNKVDC
LLCGYRFCWRCGSGWSQQKCGFYQCGEEEPVLLQSETTASALTSAVASPTNTTMKRTRAQKEEEQPSSKAELGVPDMHAI
DARRQVSSSSSFSN*                                                                 
>Mcir_Mucci2_43025                                                              
MIFHDKSATEEAKYKVNFAAKDVDKLRIMQKDTVNQVASLLAIKPHTSTILLHHFCWNKEKLIEKYIEDPDKVLVDAGIC
VASGSNGSSSKRDRSNALFECEICCNDEPGLETVSLPCAHLFCMDCYSYYLSDKVKQGEATNIQCPQEGCKAAVDEATLK
VVLDKDIYQSLLDKVYVQDNPNLKWCTAPDCTYAIECDISKNSLSTIVPTVACECGHVMCFGCDHENHQPANCVMVKDWW
RRKEEDSATATWISSHTKDCPKCQSPIEKNGGCNHMWCKQCKHEFCWVCLGDWKTHSGQAYNCNRYREDTAGLSKKRASL
ERYLHYWTRYTNHQNSSKLDQALYHKTESAMLQVQNTSDLTWIEVQFLKRAVDMIVQSRNTLKWSYVMAYYMDKDNQKTI
FEDNQRDLEVATEQLSELLETPIQSENIADLRKRVLDKSVYVSQRHNTLIKDTAKGLYDGRWEFKDGRDL*         
>Mcir_Mucci2_165701                                                             
MVIPRDIRFLYIINVFFTSNKEPQQRPSLFDLAHMNDEDDEDDLNRYLERCSICFDSKLDLCLEYCRDQFCLECFQRYVT
DVVQSSWGLSVTKIRCPVCRVYIHQAEWSKYVPAAITELYNKFNQPFRSFSRCCSHCETEMAPCDFKRTYDKNQSKAIAA
MIHDFLATANSQCTSDEQRLKLIECNVQQHYYVRLFEKMDWRNSTILDIHRQLLEKLLQTCQIVDQTAKAKDISLKILQL
ELRPDTWKKLQFDHISMFPDMRCPTCCKEMCLQCGEDSHSNATTCQENMERLIQQKREAGPNYADDVETLRWKMENSRKC
PSCSIMINRDEGCNKVDCTLCGFSFCWECRSIWSESCSYFVCVKDRNKQASKSDPVENLSISQGEGLSTSSTPRAELGVP
DIQTIHARTNQS*                                                                   
>Rory_2229                                                                      
MSSISDYEDEYMYEDNSEFGNSMSESEGYEHEEDLFAEKQQKKTYEVDYQVLNSDNLKTKQDTEISQVSMILGLSMEDSA
TLLRYFRWNKEKLFEQYMDSPEKVLQQAGVSSATTNRSFKLAAALDNFVCDICCDDSGEMDTVCISCEHRFCKNCYTQYL
YQKIREEGESRRIQCPESECTLIVDEKTVELLVDKVTFAKYRELLNRTFVDDNDFLKWCPAPDCEYAVECNIPSTSLTSV
VPTVECNCSHRFCFGCTLNDHQPCICALVNKWLKKCEDDSETANWISANTKECPKCHSTIEKNGGCNHMTCRKCKYEFCW
VCMGPWSEHGTSWYTCNRFDEKSSAEARDSQTQSRISLERYLHYYNRYANHEHSAKLDQELYRKTEKKMEEMQQTSDLSW
IEVQFLKKAVDVTVQCRTTLKWTYAFAFYLAKTNQTELFEDNQRDLEMATEQLSELLEKPLDPDPEKIAKLRQAVLDKTV
YVKLRREILLEDTAKGLQEGRWTYFVDLK*                                                  
>Rory_3585                                                                      
MYFWLQRCSICLDQTYNLCLENCRDQFCKDCFSRYIEETVNQSWGLGVTRIKCPVCQEIISQGEWCRYVSSEIVAKYNKF
NQPYRPYSRYCLGCQHSVAPCQSPLAQELSRESRLGSIANDLDLFSKSTKDHSLSSLVDEVLRHFLTTCQRGSTFRIGRI
QELYHQIIPVLRKVVSHQKDLYDLASNISKQLVALEIIPEIWKQTQFRHISYFPMETCMNCGDKLCLQCGQVAHFGLSCL
EHLKSELMQSTNTEYTSTIQWKLNHTDEGCNKVDCLQCGYRFCWRCGSAWTQAELGVPDMHAIDAKRQSIQSL*      
>Rory_9130                                                                      
MSSVSEYDDDEYMYEDDSDFDNSMSDNNKKESEDYEHEEGLFSEKRQRKTYEVDHQVLDSNNLKAKQDTEISQVSMILGL
SPEDAATLLRYFRWNKEKLFEQYMDSSEKVLQQAGVSSATTNRCFKLATELNNFMCDICCDDSPDIETICLSCEHRFYEK
TVELLVDDVTYSKYRELLNRTFVDDNDFLRWCPAPDCEYAIECNIPSTSLTSVVPSVECKCSLRFCFGCGLDDHQPCICV
LVKKWLKKCKDDSETANWISAHTKECPKCHSTIEKNGGCNHMTCRKCRYEFCWVCMGPWSEHGTSWYNCNRFDEKSSAEA
RDSQTQSRVSLERYLHYYNRYANHEHSAKLDQELYQKTEKKMEEMQQTSDLSWIEVQFLKKAVDVTVQCRTTLKWTYAFA
FYLAKTNETELFEDNQRDLEMATEQLSELLEKPLDPDPEKIAKLRQAVLDKTVYVKLRREILLEDTAKGLQEGRWSYFID
LK*                                                                             
>Rory_10132                                                                     
MLDKDEYIEKTLKVAKRNAWTRCPRCQCIIEKTQGCISMHCICGTSFCYRCGGIQTNHGCYNRCEGLSNEKLVTLRKSMF
ILSDEN*                                                                         
>Rory_16653                                                                     
MSVVELYDKYNMPYRSYARTCLYCDLELIPCTRATITSSQHYNNSICTYLNTIISSGPKHITDKEYLTITEWIGLFKQGI



HEVRLVNVYKLFIKDIIQFEMHHYNTNQHSYQLSLLFLKAAIHPDIWKQLQLIHISFFPNMNCSNCQSSICLHCGYDSHQ
SLTCEDNMKHLVMNTNLNTFVGVAGLLGLIDQSLTDHTNIQTEIGVPDMNNIQQRIRPTRQITPT*              
>Amac_AMAG_00228                                                                
MSLPTELAALARQCSICFDSQLDLWLPNCRDQFCRPCFERYIEEVVNNSWGIGVSPIKCPVCQDHLARADWTRFAPQRLI
DLYDKYNAPHRSVFRTCGECGIDVPLIRDTPLPHPRSDAGWAVAQQIRSEVRQLVDLAIKTDATSAAKWTKVPDDVDAAM
ELFFRHVHLTNRDGGAGASSAVPVQAPNPPSAPTPIPSTLAALLAVAGVPWGGSGDDDDMSGTESDSGDGSSDESGDDMD
ALLSERARATTAIVTMPRVTLPPAPSARSSTGKPTASSSIARLHAYLVPELTALIDACFDGKPTAGATKHAPAAPVATEQ
NAHTNPPAEQPVARTRSTSSTATTTPTRRVSRAVYPTSASRDRSRSASFRHLASFPRGACACGAALCWHCGESAHHVGLQ
CSEYRALQVQVLAGGANPRAAGLGEHAVAQGVGETLQWTVKHSKPCPQCRVWIVRDEGCNRVDCLFCGMAFCWQCASPWS
EKCGFYNCKTTASSTLASSSMSVSAPIAVPTAPAAEGMDLTAPARDVVMPTPPNSPPEIGVPDVALLEARFRQQQQLQRV
AAAAGSS*                                                                        
>Amac_AMAG_02785                                                                
MSDVEFDDFAYESGDDDHYEEFGTDDDDQDMDMDLDDGLLPDISKHEQKDSEVEFAVHTLDEIRAFQTREADHVAGIIDI
APEHAATLLRHFTWNKELLIERYMDDPVRVLKEAGVRLANADGSSASGPVVTTVNNFTCEVCYGEGDDVLSVALRCGHRF
CAACYAHYLTQKIRDEGESRRITCMGAKCKLIVDAATVAALVDAATLSRYETLLLRTFVDDSKYLRWCPAPNCDRAIECH
VARTQLDKVVPSVTCSCGHRFCFGCALDDHQPCVCSLVKIWMKKCQDDSETANWISANTKECPKCQSTIEKNGGCNHMTC
KKCRYEWCWVCLGPWAEHGSSWYNCGRFDETASVNARDAQAKARASLERYLHYYNRYANHEQSAKLDKKVYQATEAKMQE
MQLQSDLSWIEVQFLKRAVDIVMSCRMTLKWTYAFAFYLDRTNMTELFESNQRDLELAVEHLSGLLESEIVPASIPQLRQ
KVLDKTVYVQQRRDILVEDTARGLKEGRWTWTVRP*                                            
>Amac_AMAG_05087                                                                
MTLVLPDDLPLFSPPSAPATVDAAVAKDVSQAVEESDEDRPPLIDESDDNLPPLVDDSDDDLPPLLNEDCDSSRFGFGTK
ALSDTVIPPSTKSAAAAGSSRAVADGVLFPSCKHLYCAPCLLSWIESSVNDRTLKSPTTCAHDGCAATLTGDNVRRLLSS
DQHRKVREKYLQRELEAASSAVYCPQNGCGTMNVIDDLEQLKSESDPVVFCTECDEGICFRCRVADHYPMCAQDQALPVH
ERDPEDVVLHQMAQINQWKLCPSCRAVVERKDGCNFMMCLCGSGTPYLDLTATVKHQHGRPGCARQLFDVPDEPAPAVVN
VPARVHEQIEYAIGALHGLQFFDADPAPRRVPEPWPRGRNGRRRMACGHGDVLHPEDQTRWLPAWLATSYRDFVCHYCWR
EFWSWGALANHLHMTSAHAVLMCCNHTFKNEEGYLNHLDSVHGGYADNW*                              
>Amac_AMAG_05088                                                                
MAHVYLDDHDALLDPSLRLALLLQAQEAFGPATGAVHVDQDPDATLINADLNDNHDAALGSGAATHNEHEDAAHAASMQL
IQDMFLADFFMTQEEEQLRRDKALAMRLREIDDRGVDDRVYAGINNPMPIVRAEDLPLYVPPPPPVMGECTVCFSSLRIV
PRSRGVALPAATDAAQKDDGAPADGVLFPTCEHEYCAGCLLSWIKSTVNDRTLQFPTTCAHDGCTATLTGEHARKLLAGT
AHQQLREKYLLRNIEASGRAVYCPRRACGAMVVVENVKQLQDAPDALVVCSQCQEQFCFRCRVADHYPLSCAQYRALPAH
ERDPEDVALHRLAEQNQWKRCPLCRAVVERKVGCNYMKCLCGAGV*                                  
>Amac_AMAG_05090                                                                
MISAFVCECHGLMSHPEHPAEMHHDFEGELVLKDNGMDVKDAHVLFIYGKDKDSYWSGQHLCDQVLYHMLTMFQALHPAS
IDDRKVMGIWIFDNVTSHTVFAPSALIEQLLNVNNSGVNVPKMQATTWHNSEKVEHAQSLQWPDRVQKGMHTILLEHGLP
VESKVRWLLLLALPASRPPPPPPSKTTTMAHVYIDEQHALLDPSLRLALLLQAQEAFGPSDHDDVPDADATLVNGVLGDA
DQHAANAASLQLIQDMFLADLAMTQEEEQLRRDQALARRLAALDEDDVDDRDYARVANPMPIVRADDLPLYVPPPAPVVG
ECTVCAEDLHIVPGTGGTVLPAPAAANAPVGAAAAGNKRTHGVLFPTCEHEYCAGCLLSWIESTVNDRTLKFPTTCAHDG
CTAVITGEHARKLLAGNAHRRLREKYLMRDLEASGRAVYCPRRTCGAMVVINNLAQLQAMPDPLVECSRCHRGFCFRCRV
VDHYPLSCVRYQALPEHERDPEDVALHRLAQQNQWKRCPACRAVVERKVGCNFISCLCGAGWCYRCGVKYINLDATPEHQ
HGRPGCNCLLFDVPDEPAPVVALPQHRAGVAIAQALRHVNRAPGYQFNLNQQQQPQHIYNNGHAGYHHYDDESDYDSDEQ
SDHDQFEDYYGHNQDRYSDDGDEPTEEDRAPPRWPRTKTGRRVMACGRGEVLHPDDQGRRLPAWLVNSYLNCQCHYCGQV
FNNWLVLVNHFHTTNAHSVYMCCNRTFMDENGYLNHLDNVHGGHAQNW*                               
>Amac_AMAG_06804                                                                
MALTTMDWLPNLEAQADEILALEAIFEGIFTSARIEPDASTSGHDSSATIVHRGTIRVDAMLPDGSGTLTLTLTAPKPAQ
PVGDDFVLRAKQRKRGSARKQLSAAVTAPVPLPSTTVEALPPVLLHFALPATYPSHALPTLSLSCAWLAESTLADLTSHV
ISTLDAPADANVQLYVAYEAARDALAVHLASLDALAASPAVYQMLVDHDRYTKQAEFDQHEFTCLICLSTHRGRAGMSLP
GCAHVFCRSCLVPFYTMLVKEGMPMNLATLIGDQLASQWRAQFIEKVYAADPAMQWCARLGCTGAARRGDGRYAKLATCL
QCRFAFCVYCLRAWHGNVSGCESPSSHVVVEAWIAAEKLPEHERDRAHAELAMRYGRATVAVIVQRYRDEQATLAYLQEN
AKSCPYCGQATIKSAGCNHMTCGACRGHFCYLCGEGLNHLPNFYAHWSEGGGTKCGMKLFDILVDEDGDTVVYYDDDSDW
QIQPFD*                                                                         
>Amac_AMAG_10519                                                                
MVLHALLGAVLDPAVLVGVLVQATSAVVFRPSTLDGPSPPPPPTVAVHRHARCIVCNNEVALLAPGLDAVVPPPAPNVSP
SPAKKRRLSNSAAAPVAPTLEIGVVFPPCSHEYYAPCLLQWLSTTVADRTFQFPTKCAHDACSATLSAVHAESLLTDPAY
LDLRDKYSARALELEGRVVTCPQPNCSATIVLPDQSLCDPATADPSILCAACNSIMCVRCDVPDHWPTPCTDVKGKAQSR
NDLLMLLLAMENKWPHCPNCQAIVERRDGCNYIKCLCGTGFCFKCGVPYRDNFLHDQLVLLLAGRPPKALPIVILLVTAR
MADTFANASWI*                                                                    
>Amac_AMAG_10788                                                                
MLITVASAPTHVGHGHATAPCRRVVFALGAPAATLSPAAAISAIDADPSSPPSTRTTPSCLAAFLANVKRRLRFCAKSSP
PEGPAPRASSPPPPTPRRLVPAATFPRSFGWFVAASPPPAESTAAAAPAAQRRRNLFWTLGRGNSRIARRAATSAMSLPT
ELAALARQCSMYVLGACGERVQQMELVLTLHSMEQRSCFDSQLDLWLPNCRDQFCRPCFERYIEEVVNNSWGIGVSPIKC
PVCQDHLARAEWTRFVPQRLIDLYDKYNAPHRSVVRTCGECGIDVPLVHETPLPHPRSDAGWAIAQQIRAEVRQLVDLAI



KTDATSAAKWAKVPDDVDAAFDLFFRHVHLTNRDSAVAAPVPAPNAPPTTQAPSTLAALLAAAGVPWRRGDDDDDMSGTD
SDSGDGSSDESGDDMDALLSERARATATVAIPSVTLPPAPSASTSTGKSAASSIARLHAYLVPEMTALIDACFDGKPAAA
SVKHVPAATAPSAVADPGPADLLAQPVARTRSTSSTATTPTRRVSRAVYPTSSRDRSRSASVTPTKPGASKSSPRRSRGA
PPPPAVPPTGAAPRLDLARQRKRRRRYATQARSLATSISLLLLRLEPRGEPWRAMQFRHLAAFPRGVCECGAALCWHCGE
NAHHVGMQCSEYRALQVQVLAGGANPRAAGLGEHAVAQGVGETLQWTAKHSKPCPQCRVWIVRDEGCNRVDCLFCGMAFC
WQCSSPWSEKCGFYNCKATASSTVASAASLSLSALIAAPAAPAAEGMDLATPARGVAMPTPPNSPPEIGVPDVARLEARF
RQQQQQQRAAAAAST*                                                                
>Amac_AMAG_13314                                                                
MEATSVICVNCNRETMYSMSSVFTNMFLSIPTSSHADVPLRACFDQYFAPADKPFDRSEPCPHCHVIKGKAVDRPVVTKW
PPILAVLLKRSVTASWSTRENPAYTKRKNLIKFELDSMVPADGAPQYDLIALVDHEGRHVHEGHYTAAIHHQRRQWYSIS
DERILAVPDRNRLLTRKAYMLIYQQRGARPAAHVGDRAAAPVPRSLSTQGHERAQPYPTAARPPIMVDRTTSCSALQQHP
VDGGRANVQVDVGAVMIDTVAVVAPVAASASGTVSVHGSTRARCARMLGTLDDPAFSHLTGSGADSDEYNVRILAALNQL
RDVVREQHDYHLSQVRIADPGPQSPTLIAGAAFVNSHALPAGAALIDSPGTSTFDSPLAPQHLGDVALTRYDPPLPVSGS
IVADCAGSSECDVEQRPPGSDAHVDSDTLSASGSALFPVDALSPPVADPVPSAAHGRPMMRSVGVPSGQVTTDVDPANDR
PQYPADIRAFISWVDDRRIRERRRDGTGRAIQPMDYVTRVDGQYYVAAGWWAFYQYQDRFHWYTHARDTMGQFFREHEIL
ADPANGSSRKSAKKDMWMVTRRAFQRYVERRVQQRLPVERDDGAEEVEEQNAEQVVYRGVGVCRVQGRRIAKCAVCDVAV
VMLPLPPMPNGEPTIAPLTRALYFDDFTNPPITRRRAYPYPPCGHVLCGFCLEDWIRATLTDRSLRFPPRCPCVTTCTAT
LTVEHAQQLLAGSKFHQMFLAYNMRDLEASGRLFYCPEMTCSNPLRIPPFETLAPKPTCNAECPKCKKLFCAKCRVPSHH
PLTCEQFQAAHPDATAPDVDDIALLDLARAKYWKRCPSCRTMVDGHGECMQMRCRCGRAFCYRCGTAYTDNEDPACPCNV
FDARSCVDTILTINLPLHNGDDDELLDPNYRLDADPDNVEDDYGEYVLDHCWSPNDWPRTASGRRLMAWGVGEVQFPKKE
QLVLPKWLAKSYKARTCHYCNRQFPKFSLLVNHFHTTNEHSVYLCCNRTFKNEQAYFDHLNDFHSSLVCNW*        
>Amac_AMAG_14890                                                                
MDMDLDDGLLPDISKHEQKDSEVEFAVHTLDEIRAFQTREADHVAGIIDIAPEHAATLLRHFTWNKELLIERYMDDPVRV
LKEAGVRLANADGSSASGPVISTVKNFTCEVCYDEGDDVPSVALRCGHRFCAACYGHYLTQKIRDEGESRRIMCMGAKCK
LIVDAATVAALVDAATLTRYETLLLRTFVDDSKYLRWCPAPNCDRAIECHVARTQLDKVVPTVTCSCGHRFCFGCALDDH
QPCVCSLVKIWLKKCQDDSETANWISANTKECPKCQSTIEKNGGCNHMTCKKCRYEWCWVCLGPWAEHGSSWYNCGRFDE
TASVNARDAQAKARASLERYLHYYNRYANHEQSAKLDKKVYQATEAKMQEMQLQSDLSWIEVQFLKRAVDIVMSCRMTLK
WTYAFAFYLDRTNMTELFESNQRDLELAVEHLSGLLESEIVPATIPQLRQKVLDKTVYVQQRRDILVEDTARGLKEGRWT
WTVRP*                                                                          
>Amac_AMAG_15978                                                                
MAYEAAREAFAAHLASLETLTVSPAVYQMLVDHDRNTKQAEFDQHEFMCLICLTTHRGRDGATLPRCGHLFCRLCLAPFF
TMLVKEGMPMNWCARPGCTGAARRGDGIYAKMATCMQCQFVFCVFCLRAWHGNASGCESPSTQLVVKAYLDAEKRPKPER
DRVHAELAMRYGSAAVMAIVQRHRHEHSIKALLKKLKAQRCPYCRQATIKEGGCNHMTCATCGGHFCYLCGAGLNHLPNY
YVHWRGWGENLCEGLWEKGRRGGGGDGLDDDV*                                               
>Amac_AMAG_15979                                                                
MALAITDAMDWSANLEAQADEMLALEAIFEGIFTFTRIDPDASGPGHDPSAVIVHRGTIHVDTLLPDGRGTMTVTATAPK
PAQPVGDDFVLRAKQRKRGPARKKASPVAATAPAPFPSATVEALPPVLLHFKLPAAYPSHALPTLTLSCAWLADSTLADL
TSHVISTLDAPADANVQLYMAYEAARDALAAHLASLETLTVSPAVYQMLIDHDRDTKQAEFDQHEFTCLICLTTHRGRAG
VAMPVCGHVFCRSCLVPFYTMLVKEGMPMNVRCPHPQCAVAPAARDAPADADADADSAAVHDPEAALAQHPITESWLATL
IGDQLASQWRAQFIEKVYAADPAMQWCARLGCTGAARRGDGRYAKLATCLHCRFAFCVYCLRAWHGNVSGCELPSSHIVV
EAWMEAEKLPEHERDRAHAELAMRYGRATVAVIVQRWRDEQATLAYLQANAKSCPYCGQATIKSAGCNHMTCGACRGHFC
YLCGEGLNHLPNFYAHWSEGGGTKCGMKLFDTLVDEGEGIVRYGEDDDDDWQIQPFD*                      
>Amac_AMAG_16834                                                                
MSSHSRAQLALPPVFGCTVCGVRTASLHALAPLVPSSPARTTVALLAFPKCGHVHCHDCLLSWVRATVTDRTLHFPTKCT
DPTCDASLTVEDAQVLLAHVTYRNILHQYLVRDAEVKRILAYCPRPGCSMAVQVPPPEEVAPLEDVTRTCPQCSTAFCPV
CRVDDHRPRRCVEYKFCFLCGARFQFDTRSRKYPHGEPSCSCHERLGPPVNDLNSPYYDPTPKPDSMATLSFSDADEESD
ADYRPDPDAMDDGDHVLDNPWAPNDWPRAASGYRIMPWGTGRVRFPTKKERRLPKWLARTYLAKTCHYCQQAFPTFADLV
NHFHTTNKHHVYLCCNRTFKDEPAYFDHLNDVHGGEIENW*                                       
>Bden_Batde5_9163                                                               
MDSDALDDLNDFDDEDNGKEDYFDDEDANFLPVLAEREIRKPYDTDFVVYSPAEILQFQQSEIVQVSGILGCCTAIAATL
LRHFHWNKERLIESYMDDCDKVAVDAGVIMDASQQPKPTVIEGFECDICCNNDTGLMTLALSCHHRFCVDCYRHYLTLKI
AEEGESRRIRCPASGCCIIVDEKVVESVVIPAIYQKYQDLLMRTYVDDNIYLKWCPAPNCEYAVECKVHQDQLKELVPAV
TCRCGHTFCFGCSLPNHQPCICYIVKFWIKKCEDDSETANWISANTKECIKCSTTIEKAGGCNHMTCRKCKHEFCWVCMG
PWSEHGTSWYSCNRFEEKSGIDARDAQARSRVALERYLHYYNRYANHDQSAKLDRELFEKMEKKMNHMQDSSELSWIEVQ
FLNKAVEVLQLSRMTLKWTYCFAYYLVRNNATQLFEDNQSDLEMAVEALSELIEQPIDPTTVSKTKQLVLDKMAYVSSRR
EILLVDTSKGLLEGRWKFTI                                                            
>Bden_Batde5_87017                                                              
MTTITFNSALSASTSIPSDPTSSAAMLISIADFSLSPASDTDLEHLYTRCSICFDASHDFCLKSCKDQFCRSCFQRYMTE
IVRNSWGLSVQNVTCPVCQDPLDLCEWKNYVDQETVRQYKLFNRPFRPMTRTCESCLSEVVCAPQPLIEHHHRERKIDEI
LSKIEELVADKGIVDSYGFAIISKVRTAFRTHIKGSKSEVFDIYVWFMRDVRDFLNHRPNAIHLKTRSSKLEAEERQKRL
SDISECFISLELSSEKWKELQFLHLKSFPQAMCHCCDQSICFSCGQSPYHTGQSCTDCIRDTIADGGSVDVISSLQWKLD
NSKQCPNCSVLINRDEGCNKVDCLYCGHKFCWQCLGQFDKGSCAYYRCQLVGVTDESESPKQADEKPEIGVPNMMHIQAK



WQRTSMIEI                                                                       
>Spun_SPPG_05186                                                                
MSGDLAAHLPEEEREENKERQENEVVALKAIYDKDFTFEHSHTGNIYGSLSIRLDLGDEVEVVITQLPSEETEGVRRNDA
VPAQPQSCSLRHNVVVRFLPPIIIHFSLPATYPSQSPPQFALVCQWLLPQQLAGLESELLQIWEQEKDVCLYNFAELLLQ
KGMEQLQVDTHATARGSRTRLSINVPDRAETEVRELVDWIMDYDRRMIQEAFENCSFHCGVCLETKPGSQCFRLTACKHI
FCRECVTNYFTALITEGSVLLVRCPDSRCSKQSKRSTLNEESGATPIDANGQIRMEDLAALLPSTLLDRYANLLEAHSLS
LRTDITYCPRPACQSPVVRDPKQEKLCICPICNFAFCFYCQKCWHGAAEYCRLNNMEQIVVDYIEARASEDVSRTRGLEV
RYGRKTLEKLAREWEEERETRKWKEENSQQCPTCTAAVQKNEGCNHMTCRVCHTHFCYLCGIHLDRQRPYAHFNDVKSTC
FRALFDDVTGGFHAQDEWNDVGDEEAEEWFPDEDIVRMALEELNIG*                                 
>Ttra_AMSG_01859                                                                
MAKVGHRTGSDEKLEAQVFNIDALFSDDSISSSLDISDDDGSSSDQVNEALSGVVVKPLELDPLYKRRNKGVKLSLQTVS
WAPTAAGSGTASDAPISTESEAIFVTDGVIFSPLLSGMSADSGPAFAFADCGSDSDDSAHLDAEKGGVVMTPGSLAAEQQ
AALDLVKSVLGLPELLARTLLDHYGYDTSRMMEEFVDREAEVLAAIGWSEGENGAAASGTGDAGASDSASADAACAICFL
DDPAELAALSCGHPLCRDCWSSYLRIKITENDVASIPCPAGECGVRADQAFVAKYVDAAVFDKFQRFLLQNFVTSNKNVV
WCPAGGCENAVKVESALEALCACGWRFCPSCNEECHVPVSCAHMREWGKHLAEDNVNKAWILNNTKDCPKCGVTIEKNMG
CMHMSCGGHGTRVTGCGHEFCWLCLGDWRTHSHCGRDETAGDRNSKRIGVVRQLHFTSRFEAHRDAHKLELELRSRTVAN
IAAFRKAHPDSIVKLGYMLDAVEALLYCRKTLQFTYAYAFFLKPDSPEKNLFEYLQGELETSVETLSEAIDLPIDVEHRS
KIKKLTRAALRRLNHLLDGVEVGLTTDADDFKAVNVTTDEAGASSGNRTTIRSLFSRRS*                    
>Ttra_AMSG_02240                                                                
MEVIANSIDRIREAVSKSPLLLKQHYDELEAIAQQLADLAGRMSTAEKVSNLQDAQPEALHPEVVFEAESSADSESDEHS
GAANAVSDTSASALSSSTATSASSVPAVSVVASTRALFEAASVPAPTTPSIKTGRKWKRPAPAPAPAPTTPSIKTGRKWK
RPAPAPAPTPTTPSIKTGRKWKRPTPAPVPTPTTPSIKTGRKWKRPTPAPAPAPVALQTKPPPPSLSTTCIVYLQPGQPD
PQLKCGHSEICGRCIGEMCATELAGMSRILCPSLECRAPITYKVVSTWLPEDARSHHLDNFNFIVGGGESDSWLWCSNPD
CSDAWPVHAATDGVLTCRCTARTCVAHSEPCLPRGTGFCCRVSSGDFASTIDACPSTIKMCPKCDTLIEKNGGCRHMTCV
CGHEFFWCCLRPYRQIEAARAHYSDPVCITAEL*                                              
>Ttra_AMSG_02587                                                                
MAADAAEHVVPGLWLPRAGGSVEHLTINKTDVHDPAALGGPTCATCAARPQVDGVHWWRGAESSAWLCWACARSTGRLGL
VTNSRNAAGGGHTLTLVQLDLLGVYPDETRWTCDECRRVATLAPVRGRERDMGLHALAPVAGADYDICFACTSATIIAGA
PLRSWLHEHPLELLANPREVYPGFAGVWHCDGCGSVQRSQTLPMMACRHADCEFDLCPACAVGSVAAAEDEANSRQAAGH
DHRLVRSRVAEVYPSQMWACDGCGASSGAWLWHCGLGCDYDLCSGCMLARTERRLALSGPMVELGAHDHPLVATDPDVVY
AAHGGRWRCDGVCGRSLTATDGAMWHCTRGCSYDVCETCLAVASPPVCRTSGLCVLCRFRAADAVIVPCGDALTCRHCAE
AQMKRVPGTCPICLASASAVVTAVRSLACLVCFADTPGHQVFAFSARCKHVLCVECAEHMVRDALADRALIPLRCPVMDG
SQRCTGVMQPQDVGALALRTLITPDEVEAFETAHTTAALPAAVRAYCPFSECSGLVFVDAEDAECATAAEAMRSVTCPYC
ARPFCWACRSAWHPGADCNAAAGASAATRELIALSSRPCIDCGAAIAHARGHACHHMTCPCGGEMCFVCGGRWPCRQGCP
MYCTNAQSADA*                                                                    
>Ttra_AMSG_02933                                                                
MEELLAKATSKLGLTHPTTLYMDTGAIVDETELIDNNDVLYVAENNEPFFKHAKSGSSTPRDVAMPGEGAETPRVVTPRV
VTPQAVSPPSASIHQSEVRRGKEVEEDDDPDTKETVAAVEATAALQPAAELELLRSREEKRVERTAAAEKAQAVAELLNA
SRRATQAADEFGEQAAAVAAQRAEQAAMLARHADDRDVIRKLAEAQKIRSSELDDGGNGGNGGRNGRDGLSLDTGNGDGG
GGASSGASEMDPDLIVTIIGGKYPRHVVECVMRHTAGSADTLISLLLNGIDVAEWLAKDEALMAAAKSPPTVFDCELCFC
EFEVSQMYTVDCAASHRFCFECIGRMVEMNIRENTEAVCPGGECNHVMSEIEVMQTVGEGELLTKFRTQQLTRAITSIPG
AIPCPTADCTGYEIASMPGEKERVTCSVCRAVFCSLCKNQYHYKYECGQVQQAERAWLEWVTSGRRAYLDQLAAADAEYE
ERISEFNEAREAHQREVEAALQRLRENENDEEWKAANCRCCPSCGRVINRVAGCSSMVCGRNYHGGDNQDGCGASFNWET
APAYVPATSSHIRVDTEFGTEAPEHSIRTEHILFAGTDGTAVRLRCDLCQQDIFGPEFRCIACPAFAVCLRCQPLAIDEG
SPHRTHVFDIIMDERTE*                                                              
>Ttra_AMSG_03102                                                                
MAADPTQASFGRLENLYSLSKFIAFRRTTLARDDNPLERRPITEADPLPEGWEVRYSDHGKPFFICHSTRSTTYADPRPL
PRYIGMRIVSASGLRKMDTFRKGDPYCLVRICSPATAAVDPARLDKRDRLQVFAKTATCKNSQTPEWDETFYFAINSPND
FVEIYMYDWERGRTDLLMGYIAIPAVEVYAHTMALDSQFPIWALRRELGPPPDGGGVFKASVAPQGALSLEFAMVGPSFA
DDAAAASPADAARAAAAVAAAAARKARPTCVLCLDAPANALNYPCGHAFLCMTCARTFRDDNGEICNNCREPAQLTAIVT
ELTCSVCFVDYDASELLGLGECGHLMCVNCSIAIVRVALGDVNEQFPLQCPCIDGETRCPSVVAAESVHNLLRLSTRVLP
HGEALSRDEYDKFIRFNDIAAIPLAQRTYCINPACGGLLVLDNGCETDPTTRMECLYCDASWCYGCSVDHPDMTCAEWAA
AAHGTDDATRDYIESTSKLCPSPGCGMRWVHYRGHRCHHLNPGRGCPGCGWEGCVACLGPWPCRSCSTYCDANCDCPPCP
DCVPNVSHCNLCSGDWRCNNAIREPAAAGASA*                                               
>Ttra_AMSG_03668                                                                
MPSNLDDVIALVLEHDGATKLAQFEASQQECAVCFNDDALGSSFTILPCGHYFCSECMTRLVTLCITENRLDDLVCPNLE
CTGEIGPATVAGLVDAELYAKYDRFSLQKALAAMEDVAFCPRPTCGTPSPLHAETQQGVCPKCNYMFCGLCLMTSHSTPC
LGPEARVKMLKERAAQNKLQQQELLSIDFIARTSKFCPTCGAVIYKNGGCAKVTCIRCNQAMCWRCGVAILSYDHFQSRN
ASSLIASPIRPKVPGICTSRST*                                                         
>Ttra_AMSG_04309                                                                
MGSKLSTKKLRRLVERGDEANALLLIAEANNRNKQLNLGVVFTSHDSITLLHLAALMGMPNLVRVLLDSDAVDINRTTQS
SGRSPLHFVCSPTKMLLSQFTPGERAAVARIRVDLANALSATPETTMEMALAALSAGDRALYSAAVRQDANNREVLELLL



AREDINVSLATTEGVTPLHQTAYDGYLHGMERLVATGRVDASAQDARGNTPLHQAAMQGFDAGVELLLAIGRTRYLTMSP
INVMIRNNKGRTPLEAAASRGKWASVRLLLEAGTAVLPHPDDPAFSALGLGFIRDTLDEVIDGDDDGLGLNDDDASSGSL
SGAPPETPAGLRRLGRDWAYRVHVSGSDGGSSDSAEEAGWSRSRARMSSFPDVGTSSDAGEAASSSRVPAERQVALDTAE
IGDERDDRILAVVAALDVSPGAALALLQHNTWDADATIAWYLRNPAAACDACGILNQEEVQEARALRADTTMCLICMDDI
DDGMVEATDCAHVFCRACWASYLGVAIRDAAVRVVTCPGVGCAAQVADAVVERLVEPETYQRYLRFKVQAFVDEDPRTKW
CPAPGCELAVEAPPTWVVDGPGTEESTDGAGPSSDSTPPSGHLRSNVRNAECGAGHTFCFACAGPAHEPAACSMLRRWDD
AMSRKLKQPRSDEKTRQYLLNEGIRVCPNPACDRLLSRNGGCNHFRCGGHGGGTSGCGYEFCWVCLSPWRGHTSAICSRG
KSTLAKRLREGAAEATIQRDERFEHHFTRFRTHWLSEEVETKLRAATEEVIAMVHDVMPDRVSMHFLRLACQALIQARAT
LKYAYVRAYFMQDGLELRTHEHAVATLERYVESLSAVLALPYQTELNVSHRGNIALLRFAMFIWLSRSRVWRLTTLVDSC
RRNLLEVAHGGHTQIRHVATPSTSRSFPPAPRFMSGPQSDAGRRACSACGEMLPRSSFSKRQWAFVSARRRCTACIVANR
PSSSGVVTSARQAASDNDSDDSDPELVNIAGLSSAPGGASWHRQMFSTTGAPASDFDGQVSSTVVVSSSFKRSAPVKLAH
PSGDGASSSSSSIPAAHTSAPSGRPKWFYDQYAQKWVKSL*                                       
>Ttra_AMSG_04630                                                                
MDESSSVQSGSGSGSRSGSAALEGDRRTAVVVEWRALTAEELDEALAGKVRKVTQVFALPRLVALRVLQRYRYETDRVVE
ALVSRPEAVAASVGLTSLDELQGAGPGSETGPADGDVVCGVCYCEVAMNESHTLRCGHRFCYACWRIHVEMEVREGRAAG
LACMGSDAVSNARCSVGVDDFVVERFVLGKARVAGRYKRFLRESYVSGNPYIKWCPFEGCECAVEVDLHDAAVSVECHAG
HLWCYRCSHEAHVPASCEQVKTWLTEVREESANDNWIVVNTKACPKCGVATEKNGGCNRIGCAKCSIHWCWLCGISSPTP
ELIYSHGCGKFEEEQSETIQTRKTAAAEMARFTHYADRYNNHHVSREFAQKLAASLGNMITSSSSSTTGGGSSEMRRTMA
EQLAGAAKAHLRARTALKWSYVFGFYCRRGTRQLELFEFTQEALAKEVEQLASALEDDEDNVEPADVVRLAHLVEHRLDG
MQRTVAEGMQMAAESGGVQESSEAGPRKRRRL*                                               
>Ttra_AMSG_05021                                                                
MSERRCVRRRQESEVRVTEMESRGAVAVGLPVDGPPHAGRHTQQGCVEAGLARRKRAQDGGSEGTTGCTGATQPAITAVA
GAMTDKPSDGKVEVASKVNVAGKAKVAGKAKVAGKGVGKLSKRSSSSSGSGSRSGSSTSSTSSSSSSDSGSDLGSSSSSS
DSLSSEETSSSGESSCAAPANIAVHPLTAPDKGKEEVSDSDSELGAESGDESSVMLEADTDDDTDVIFLEESECSDYLIS
PLPRTPQSGQVKVMDTNKIVEKALREMAVVSSTLAVSNGLAMSVLMAHGWNNERALQAWFDDPDGCRASVGGSSAGEIPA
TSVLGAGSPQLCGVCFMEAEDELIGLECGHGFCVHCWRGFVECEIQNGNACVMARCMADKCKMVVPRSFVASLVDASALD
RYDTFLAGSYVAAKAGVKWCPNPRGGCDRAASYLGFDTATVECDCGFAWCFFCSEELHLPASCEVVENWIKKNSDSAEST
EWILANTKPCPKCNVHIQKNQGCMHMTCRAPGCNFEWCWLCRGPWKDHGTSTGGFYKCNRYESSKAAKEDAKASKVKESH
DRYVHYFERYHNHDVSRGFARKISAAATAAADEYAEATGWNGRFLVEAAELVIQARQVLKWSYAHAYYMPEDSQLRTMFE
DQQESLETKTEHLSELIEQPIEEMNVTHLKNYRKVLATYLGNLARAWQEYQ*                            
>Ttra_AMSG_05111                                                                
MAALEATDAYADATELDSSLPGALADYERKLLLATSSLVVCPNEACGYVFEQHMTTPSKASVVPPTPARARDDNGVPLTP
RAHAHHRDYRFRCRRCATIFCAGCNAIPYHTGMDCASAAATAACGACRYCAKPLSPETTAENPTDAPALDKVCVDEACLA
KRAIACRVTHVCGHACGGVKREKRCLPCLEPECAPADAQITADDYCSICWVDDIRSAPSIELACGHVFHYSCVTARLDAR
WPDAHISFAFLDCPLCNAPIAHKVLAKRLRPLQRLQGEVLALARHALHTEMLAGNSEVAFISDAAIAAYASSQRYYLCSK
CDHPYHGGAAACEAAGDAHPPILTPSFARTHKCRFCCNLATWLCWGTTHFCDACHDIAPIIARKPFHELSPCTCSRVHPP
NGIEFSYGCSMCCALEEAPPVRKSDRAEAKAARKAAKAQAKAARKAAKAQAKAARKAAKARSKAEKAAAKVASRALAAAH
AVHRARARGRPDARGKLVDQPQPPQRARALHELNR*                                            
>Ttra_AMSG_06994                                                                
MADLRWSDSSLIDITGPVEVETPQAQARPPDSSTTTATTASKDNNDDITLSLDTASETGGDSTLEIIDLSSGSPSRPSSP
STSLLLSPSRVRKRKRKRRQTRESLDTDATINLVSDAEPEPVAVAEADPEATLSFVADAETDSSPLKRQRTLMLPSREPG
PAPDRIRALVDSETHAAELRFLCSVLGVDTESEGEDRLVAVRDALVAANWDQGSAFEQLRPTSRVAGAEPAAACLICLDD
LDGESLYFALDTCTHLFHHACLAQHIVFKLEALAFPVCCPMPDCSAELAPSDVENHLEPDQWAAYCSQSFAHALRAPSFV
HCPTPDCPFAAEMDLPPLASGSGPDAGSYVELACPACEQTSCARCQRPAHAGMTCGAAKAAALESQLESSIAGLGMRQCP
SCRVWIEKVDGCDKIRCLCGAKWCFVCLTPNATCSCTSRAHGFHPASAVVTNFGRSTASEAAGASSVARRLQRQASLLRR
AT*                                                                             
>Ttra_AMSG_08613                                                                
MEARLGTGVTCLGPAAAGPGDEAECTLCFGAVAIGAEGEGVVLYPCGHVLCAGCVMDAMVHFVNASSHRQIKCMGAAGGC
TATLAAAHSQIEALAVARPDLDAWSLLAKYTRALVVRELAASARFVWCAGPGCGSGAVIDAGPECESSAPFFMDCAECGA
QTCTGCEQHADMHRQPLWRVALQWIGRGGPRGACPMSAASDVESEAWIRANAIACPSCGVALRLPRRGLL*         
>Ttra_AMSG_09840                                                                
MMLLAMEASILSRVEASILSRVEASILSRVEASILSRVEASILDAVELDAEELLAGEHTEHDAADSIDNNQDRLVAGVIP
LREYQILSALVNELKSSAGADASSASTGTEGLQPQDMVEIGGHSESNSCKCCKPCLSLSLSATIHRLGIHSEFLCPMCSQ
VLDREYALSQLSEQDRAQYHAWHAAAEESILASELAVLGRRLAAAHTAVSKASLPGKLLAPVRYAAAIASWLLPSMSDVW
KAVWTRRCPGCKAPVYKDGGCSHMTCGVCRTQYCWFCSYYNADAPAQYYGGHFCSIYGVLTSNGIFGPLYVFLGASIGYY
LLADPVTRAVIYLHSILGYLPGYATLAEVVVAPVAATAVTKLTAAARLASAALPSPITSALVSATSLSLKGITLGYTATA
AVLDTSSLVFIATPARVARATAAFACQRVLTPMAYFAATSLHTALLAVLPAIL*                          
>Ttra_AMSG_12311                                                                
MGHSATSSHKYNASGPVELVSASALGHGPHSASTTETVTTASSTASRSSASSLSSSSSSSSSSSSSSSSSSSAPTRRKVH
TYRRVSVSSSMDEWAESVTNQNELQVLTRRRAKAKTKVAKAAKTSSAARRGANAGDGQAASTTVPIAVRVGSNSDNVQVI
MPQKPVRAEFEAVARYLSGPGARSIGSDSSRSVFWRKLKSRAKRKARRSSNNALFSTSGRTSNLDNSTASVGSATSATSA
ASVASSSGLPPTSSREARLLRKFEKKVGSVASRRKEKARQMARGKLASIKHKKKASIDPAKYTMPWGSIRDYDINKRALV



GEGSYGRVFLASHKSSSDLVVAKEIKPAKENPVRLKLEVMILEALAAAALDKPKKPGADCIVGLNDVVRDTKSGTKYIIM
PHVKSRAFRNLAPSLSSGSGGPLALKHYLFSLVKALAFAHSHGIVHRDIKGGNTLYDPKTGKFGLIDWGFATWYSPKTVQ
TSFPGTRHFKAPEMFLHYRKYDYAVDMWSFGVLMAALVTDRPAFFPVGHTSSNFSQMLAVVAFLGLDAYEAWLDKYSVPD
DYLLKYHPAIFRELGCSASRIAWADLVNGANRASVSPLARDLIDRLVIFDHEARLTAAEALNHPFFDDVRSKGFSSGITT
ASTPTLVAPPSRSSRRRSSRAASTPLLDVNVSDDIHAHPRKLTSISVSSSSSPLVVLKDALPGSVVDGQVADLVALVAAG
PLAAAAGHLKAMFDAGLLTQDELVVHTTALMATASPQATATGAHASSVPLADSLDLLIETGKVPDGTDAAFADMAAALKA
LAGVETLDDATWLFLAPDRDAKLVTMDMALTDVFVALGDALVAAAPAAAAAAAEDAAAATASAQAHSLQTRSLGLSQRST
NELDGGAAGPSSPPASALSIGGETASPDSMAFIGSVALAAPGASADAQKAGASVNAELAAQLGVPDPGMPGMASLLLVPD
AHDPSALYAYIQAPVVDDGASASSQIEHIHGGSSSEEPGTGERLVISLDISSSMNHDEAGVYLAPGSPDHPASSIAKARS
LLPDLIAASLRSDVSVTVVVWNHDIVREIDVAAATYRDAATGEFPENLAELVAPLVSESAFVADGATDTEIALHATLARA
GGFASAGTNKVTVWFLTDGEQTYYHKNGKVRSIKNTPRFQNPIDASGVTQYQREVLDTAMPSVVAIGERKCQLEFHICHF
GDADPVFLRALRESVDGHFHAFTSLDAIADEMAMSAVSTSGSVAVVAGADSFDIPVAIDATAGVYCGRRSGVPRSLIGFL
TSPKSTTKPLTLTLPTGEPVALPFFRPTVLSAAQTDVLSKVHSLEPRLRTTMDELSGNLSAASLDDAAQALASLRRARGE
LVRSAVRAFRDGSLVFSYLERVLEAVGAHIEGMTRTINQFLRSQGAEFNAKAAEATQLFSAKEQMAIAASVDSMRVRIGS
GIRQRCMEKRVARLVAEGGSRAARALARVVTATWTPLDDGSALISLRIMEGGAATAARRAFLAAYVAKHPNPDATSVMAA
TRWDIVEWTETVSHDVARFAAAVAGTGIGSVGSNSAIPPHLRALSSEISAVFSAPGVPAARIGPVSVPTAAVYDVSGEAG
TGTVFTYTPTEVVRTVDVEAAVDKYVDPLSCLDLFDLMNEGSLPAALYTVGSVGSPGLLYNAKESLTVEGGGRQLTSFDY
FRLFWRMQHSADGSRQVLMPGAFEPANFALPLAPEPMSGAVLVAVLPSLVGEFVTGTPMAPLSGVGDFYIPFVVYHMKLA
QPTTLDFERMLEELATLACWVYNPRTQPRPVDALAVVQGMVDEGRIRRRDSPGRQLPLKGLIYSLIFNDLPLAPRFTALF
NECLVRSVGMLLETPQKAKYQVRKVSLVPIEAWVGDVVSALAPVAHAEIPDMDDDGVPVRAMATVSMLAEWMTRADETGF
SGEAVAWLQEHPDAVNVLAGALEALLITSGDAGFGVGKAGRDLLRWRKVLRLLCAWHVVARSSLGDALAAYRAFAHPQAT
LDEIAAGFADLAFDASVDGAPTMLASALGLTMASDGSTMTVVSFADGAVSAKSFAPAVGSEIVDAGRFEVVALVWRMFHT
VASAWSWSVESAETTLCGLHDVDYAVARVLLYPDTVVSAGLTPAQTSVLLAVKAYKPVWHRYARFVVPPPELPTVPGSST
RLKSSEGQYSNADKPHVALSLIGEIDSGKSTTAGNLLVQCGIVPEQSVRKIEREAAEIGRGDFKFAWITDSQAAERARGV
TIDCAFWKLETPERFITLVDGPGHRSFLKNAVMGMAQADLALLVVDASPGAFEASISRGGMVRDHLTVAKSMSMTRLVVA
INKMDAAGYDEARFVEVGSELERLLRKSGFSKRSVAMVPIAAFAGVNLCDEARDVMPWYYSGKYGSGPTLVAALDAVAIP
VRAVEKPFRMAIAESFVVSGVGTVVGGRVLSGKIAPGDDLVVAPIDMPTAVRSVEMHHVQLAQGVAGDIVGLHLKKVGVA
QVPRGYVVAAASNPPRAVTSFRARIVVVVRHPGMIKVGFKPTMHIHTAQVPVRITAIHTILDKRTFEVIDDSPSVLKAGQ
AAEVTLEPTKLLVAEPFADSPALGSFVLRATSFLCGSGIILDVTTYDGPDMAAYDEYSSEVEFEFELESDDDGIGVEDDD
EGEYDEAPEVLDATQLSVRQWTFMAEVGNLLAISQPLAGLLLHHFGWSKERLRARYFENTEEVLEKAGVKLEMVAGYSVP
EECEICCDDVDASTVFAPNCGHAFCKGCWQDHLASQIALGPSCLTTRCMMTDCPVALDYADVKALAAGDDFAKYENMFVN
SFVDGSKSLRWCANPTSCGRAISYTGPKVGKVVECGCGFLMCFSCGAEGHAPAKCAMVREWNLKAASEAENTRWILSNSK
PCPKCGVFIEKNKGCMHMTCKAPGCTHEWCWLCRGPWTEHGSETGGYYKCNRYDESAAREDDLQAAAIKSSHDRYLHYFN
RWYNHGKSKEFASQYVVEIKSRMEEYQSTTGWSPEFLMEAAELVMECRQVLKWTYVLAFNLESDSERNLFEFLQEDLEKN
TERLNSMTESPVDELDPSQLKNYTRVTRNFLHKLIQGCESGLTIVADVE*                              
>Ddis_XP_641886                                                                 
MDKDLILAQLLEFGYDPVVAQTALEQTNWKDIDKAIDYIYTHFGEGMNKAATAMEYTQNKNNSTTKPTSTQAPISRSNSK
LKTSGKRIKSSITISTGSEEYNSDNEYEDYDEENEYYQDVDDYEFDIAVVDAFPKTNTVIQAVDIVKTALSEIDKIASIT
ETSPSAATLLLCHFQWNGNKLLERYYEDPEKVIAQAGIKKIDQFFTHQNVKGESCSVCADDLDSLNGSYLPCKHYSCNDC
WNQYLSLKVLEGGATSITCMGLKCPSVIPDEFINLVAPTVYPKYLERLAQTYVDQNPNMRWCPAPKCGNALKADSQTEAT
ALCSCGFKICFKCKQESHFPADCEKMKHWKKKCEDDSETANWISTNTQDCPKCHSAIEKNGGCMHMTCKKCKHEFCWICL
GNWIGHSNCNSYKKEENSNKSESKKQLERYLFYFHRFNTHEQAKKFETKLRTAALETIISFQNKTDKRWIDIKFVETSTE
ILIQCRRTLKYTYVYGYFMEDGPEKNLFEYIQSDLEKTTEQLSFLLSQAHQDLKIFDLKEMTNLASTKLKHLLEGVEDGF
INQ                                                                             
>Ddis_XP_629545                                                                 
MSGEDEELNFTLPPTTNNNNNNTTNVLESSSDSDYDIIQPREFLKKSKPNLILSTKNSLSSLLKRKKSKNQITTTTTTTT
TTANNNNTRRNRNNNNNNNNNANGANRTIDTSSEDDDESISSSDDDIVIGSRRSRAATISYLPNVPRANPTPINGRTPTP
SHNFEPFTINTFLNSVNGVNKTSTTSTTTTTTTTTTAAGRTNKTVNRNNNNNNNNNNNKRFEIESEEESETDISSEEEEN
NNNNNNNSNNNNNSNNNNNLKLKTKSMSFTKNGIPLKIRSRINSESESEPENQLAESYELGKCQRKHISTPSLRLSSAHL
PNTTTTTTTTTTTTTTTTSPKSVNNNDDDESSDSDSSDSEIENIKQTIKKNNGPPSPMTTEIIIGYSGHSKRLCNRYSLP
TVQKSFTKQQLHEEIINFGRTPSRIKQSFLKPVNGDAELVFEYDDSEEEEEEEEEEEGEESDSESSSGSEGEVIVESFGI
EKKVLRQYIKLKKEMEDRKKVSTKLEEPVECKICYMEYDQSNEVFTLECDHVYCFDCITEHLRILITEGRVLDISCPHPQ
CKKEIKESEIYMLTNEKNWLKYQKFSMIASLKTEPIKWCPTPDCDTPVRGGSERNPILNCPKCSNDFCWICGEYSHEGAK
CGTEAMELQGRKNKSIESAATAYIDFLESNKHFVKPCPTCKSHIEKHDGCNHMTCINCQHQFCWLCMNPYQSGHYSSNEY
PECFDRQYYSPFVPDTYTPPPPRRRHRKLKMAKKITLYTAAFTVGAPLLLIGGAVLLCVKIHKHRKNRARRNRNVGLY  
>Ddis_XP_643727                                                                 
MIKYLNSISFVNKNLDISNDDTSSYMSETASDIDIGDYDPNDWFLEDEENQGEEDDEPLFTILEKKGLEDQIKDNANVLS
DQIDQSSGNAILLLQYFKWDLDRVLSGEYFEDPERVCKNAGIILANEQITKYPTNSVCIVCFENQSNDDSFYSLSCGHGP
YCKGCWKSYLHQEMQTCGGEIIHSKCIYPLCNGKLTYENWKDLASDRDYSRYWYFICKDFVGNNKNLEFCPNPSCGNAIR
YSGVGRPNDVVECHCGTRFCFSCGSEKHNPVSCAQLVEWKSKNSNDQESLKLIKSTCKPCYHCGMPTERIMGCNHIICRK
EQGGCGGEWCWMCRGDWKTHGQHTGGFYSCNKYEVSEGKKADESAAIVKQESDRFLHYFTRYFNHDMLMKHAIKMRDEEM
EDKMNQYRELANLNPDFLQEAIELLIECRRILKYTYVFGFYLSDNVAGKTFFEYQQANAEGITEELSESVYINVALINAE



DMKNRVRVTKKYINNLVKSIEEGLGLDESLGLSSSISGIPQE                                      
>Ddis_XP_642586                                                                 
MTILKGNPINEKIINNQYKIKNLISEEQEENYSNYNINNIKNNDNDNNNIINTTPIIKTRCKICWIKYVNNELIKMGECN
HQMCKHCSIKTFEMDIERNKKIECIWCGNKIDEPLISDLLGIDYKLYLENKKNGNNNPNNNNNNNNNNNNNNNNNNNNNN
NNIFYSFLSNNGKSSNLINIYWECPSCQDKTLILNQNEEKKVLCKTCNYIFCFSCNESHNNNQTCEEYLKKDESSLKTFI
WKQSNTKRCPNCFVFIEKRGGCSFMRCAKCKYEFCFECLSKKFHQCDNSEMIFKVIFMICALIGSIYIVYLLKKVNT   
>Ddis_XP_645416                                                                 
MDEMKYNENEPIVVNHFDNPFFDMNGNNNNNNNNNNNNNEDNINNYSNNKTTTTTTTTTASTTNVIISTNTSIDSNINNG
IDENNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNSNNNSNNSSNNSSNNSNEDYIINNHKKLVNDHLLKTQKQKLKS
PFDDTRLLQQMMMLQFLQEKDMKKVNSNKNGSDSDDDDDDGYDYGGDSEAYIEMIYNRRGKRNRNRNNNNNNNNNNINNI
KINIIKNNIKNNNNNNNNSNIINNNNNIINSNSSNNNNGDEDEDDEIERFLTPDEIYKYCFRKESNISNEDNSNSNSNSD
VRKRALENYSEIDNKIEDIKQTFSFFSDIVNSLLNAFDDGDIWRNDADNEEFLNNNYSIFLQQESIDIEKRYESLEKQLK
YYKLKNDRFDKERISKLQKDYGNIASGSGKSSVNPSTTITTTSNGSNNNNNNNNNNNADNNNNNNNNNNNNNNNNKSINS
KFKKVYKIFKNKFDGNVDNVNNNNNNGKSSNSKGKESMNQIEEDDEEDEDEDESKYQQDFIIKHVNNNKQIKNDHECNDI
IPINNNNNDNDGSNNQIDTTKTTTTTTTTTTTTTTTTTNTTLPTITCPICFLDDIDDYFEISQCGHTYCTECLTQYLKTN
ILERKTHIACPELKCTSWLQYGQIKYLVDEQTFTKYEEFTFSTFLMKSPNYKWCPNNNCGNAVYGEIDNPRTRCSNKSCN
FDFCFNCEVEWHQSTCEQYQIWKLENTMVDSAFNQWTKTTDLKPCPKCKSNIERIAGCAHVTCHCGYQFCWLCGGKYSNN
HFNALNPLGCPGMATKKISNSRRIAYKSMVGVGVIFGGIVIIGIGVPTVIVGLIPYGGYRLAKQLSKNKRKNKKL     
>Ddis_XP_639066                                                                 
MKHSCSAKNEADLYNEFEKESCVLIIQETLSFIGFLGLLLNRFKLDVSLKSYIRVFTDDGCRIKSLKKTYNNQIINFKIS
TLSDEDPEDEKTNKLLTKSQEYAQEILEKSEFLKKSQLNYLKLFSHTNENQNLFYNNVITKLITYTSPPPLQNNNNNNRE
PSTTTAAAIMESPNNKLKTFLIIGESYPYRCKVLISEINNPSRIWVYFIEESSSIKGFKIEIVVENDELKNDTNSELNLF
MKSLELFHLIENKENVIEIVEYLENYYKSNLINFIDEDEDNNKNNKKPINKYGKLSNDLFQDFKNCKTVTRNKLLDECYS
SISKVSTYYDIPISLSRKLLFQNQWKQRQIIGILKDKEKNLLNIKSFSCAHRVKDISLVKFNSLQYQEEDPIVDIECSIC
YCEYSPKDEMMIELICGHRFCKDCMNNYFKISIQDGNGAMNQIKCPQTQCLNNCIDEVTIETILIENNGKKENNQIYLKK
SLNNFIKDVIYSRPNTFKCPELNCNRLLLLDRDNNNNYRNNNRNNNNNNNNNNNCCYYSPYVQCNDNHIFCLYCKQPGLH
WPSACNKSVDLYNELLNYSWIINNTTICKRCKYPIEKNGGCNHVTCSRCYFQFCYVCGEDFLKHSKTTVTNCTLKNGVVS
FLEIFSTKTNDFEIKFLETFLTHGSFHCGDSVVSHIYNSFITTITDGKFSNKDHLKSLQTLVLSLFNLVNSKANSLEEKS
NLFSTQKIFKKLLSPISNPNEKILFPIVKSFYREIYGIKNYNNNDSNNNIDNNKLVNSLSVTICLNGSKKSLFKLFVNSQ
FHQFKEEIVSLLNKTIIGNDQIEYDSKKIRLYNLYGGQIKNSNEILNNEAIFITHSIFETFIQDPQLPNQEEKEKGEEEE
EDEDEEDEINNQNNKESLCCSKKEKRKNDIMKLKEMIQTKLKVKQDFENYGITDSLDQTEQEYTTEELFNQFYIHKNSLL
NNINQNNNNNNNNSENEEEEKEEEVEVEEEEGEEGKNQNVNEQVKREKQVELAWSVMENFNEVDEAILDFDRVLKEIILN
DITDFESAIETITLILKHSFVYDNYEYDTVFESYLESVNGEEYYDHDEDLALSKIYKKSVSKF                 
>Ddis_XP_638692                                                                 
MGEFSKSINNGSSWISFLNEIKPEDDEKSIQNQNIIDENENYNYYLKNTNSNHSNGYRDIRNSFIFKDFPDSTIFNEEER
CTILKSIQANQTNTPTLEGIKSAENNYVRRLALKKNRFSLDNQDYKGSLKLKMASEEIDKLIFSLNTPRVNNSDDNDNKN
NSENNENNDSILELQKPTINSILEEEEEEEGGVELEPIFIKPNEIETIPKKSLSFMEDDFLKNLDLINCRMLMNNTFKED
IKHDEDDLNNNNNNNNNNNNNNNNNNNEEKLDKIIEEEEEVELENVKEFVLNNQKEDKKEETEEFLEIKETFMKLGEIIP
AKNEIKMDHLIELSIECEMLEECPICLNEIDSINVFKFSPCSHRYCVDCVRKYFTDLIFRQTEIVCPHPKCDSVVHDFKI
KEVVGLTIFKKFEMYKHLKNLKSDNIIYCRSCQNPIPYKAVVALNCSISANGGTSSSSGSSGINSNDGATDNKNGSINGM
SVVVCDSNGCGTKHCIECLSLEHPDRTCKENQKIIHDALSPEELKTLKYLELNQIKQCPKCGVLCSKADGCEYVMCLTCN
YQFCFLCLEVHDHNLANHVHGPKYQEEIITSDNLYGNYYNRGYQNGNKHKKLKKICKNILIGAGIVIATPIAVSVVAVAA
IPYGVYYLAKKNEERKKKKKTKKFERWANGEYKRRKEMGVDVSPYIEFAANNYAVNHKAK                    
>Ddis_XP_638153                                                                 
METNNEISTILDLFPNLTIKQATDCLKTCNNNIEQTINYLVENIDIVTSVNTKVGSGNIKSTDDIINNSTTTTTTFKTEE
DIENERLFKEFMENELKQSEIKNSSKTHLCMVCYCELPITDFYILDECNHKYCNLCLNTHYTMQVRSGYSDLKCPMPTCR
YKPTYEEVQHILSKDYFEKYDKILVNVHLNKDKNIRYCPEIDCGAAIIMPSDNNNSTTQSVECSNQECKSSYCLNCREPS
HSGLTCEQYETAKLELAELMEIEENQMTFKQRLMELFSQGDANSILYDKTPPKRVRNRLFFLAKKWGRYVNTDRIHELQV
SASTLKWVLENTKICPTCKIIIEKIDGCNSMDCVCGTNFCFGCGVKRTEHTAKRFPCYDPYYYDSY              
>Ddis_XP_637482                                                                 
MTDDEMYEDYDVDDDSAEESGNESLDDTEYDDAATQEFDFDENQPQRSLGKLTRQKSFEVLNKDDLFSESHKIIKEVKDV
LSIPSEAAVSTLLRHMKWNKEKLIERYMENPEKLCIDAGVPNVMKLNATIVEKSGNVSCLICLEDYPPTQTFALICNHRY
CLPCYKNYLEIKVSEGPECIYTPCPAPKCKVIVHQDAFKQIVSPEVFERFNNFILKSYVDDNPQVKWCPAPGCIYSIRCD
RKERKEAVNCKCGFQYCFNCNDYEIGDHMPCPCSQVDKWLQKASDESENVTWMLANTKKCPECRSPIEKNGGCMHMTCRK
NAGGCGFEFCWLCRGPWTEHGSTTGGYYNCNKYDKSKAKEDDDKAHDAKTELEAYMFYYHRYESHRNAMKIADEQRRNAH
LKEQQILSKFDVRSADTKFLMEATEQLLKNRRVLQYSYVYGYYLDKKSQERNLFEYLQEDLEKHTNLLSTQYEQSLDKLE
DYQAFIKWKEQVTNYTRITKKFLDNFVDGVAGGLVNTQIN                                        
>Ddis_XP_636442                                                                 
MGIHHSKEGVANHHSEYINRHTPSRVLSENSIPINRINNNNINNNNNNIDNNNNNINNINNNNNNNNNNINGNNDLKKKN
YLQKKIKSISFSSFKSSPSTPKINKNKSHINNNNSGGNINGKDKINNDSDSDSDGEEYYDNNEYYDGNNLKTNEDYDDVE
DDYDDESEEIIDDTMDDMTFLPRFDNTPLSLINYKLSSINNTPYISSNTTTTTTTTTTTTSSTAAVSASLSSTMTPLSIQ
NKFTVINPSPSSTSSTPKVIQGPIASTIIASNGITGSGGLSNNSNWYQQKNNDDQDEDDYHLLNNKENDQRIKVVGMDEI



IYILESQVMKTSEILGTSLLCSSTLLLFFKWNMDLLLQRFVEKGEEYVFTESGVQLLSNFSSSSSSSSFSSNETTLDIQK
QRFIELLLPAIPNKSKNFQNKNLLVNKNQKSTKIYSLPTSSPSSSPTTSTGYNPSLPIPIPSSSSTTPTTTSSIVSTSNS
GALFSDFRTNRSQQNQNNQPRGQISRNLSRNHMNSITITPPQNNNNNINININNNINNNINNNSNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNSKNYSPNSTPQHDTQSSTNNDELIKNIKEPLSSQEERRRREDQTLMIFSII
MELGNQSYGDDENSYNYYIKNKNKNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNKNKNNDNENKNNANDIFENNDSSEST
PSISPTSTTTNTTTTTTTTTNTNTSSDTTTSGTNTTKIKTSDQDKDKKSNIEENNNEDDEDESLNEKYNKMNDISNSFES
STTREDLYYDQESDDEAVEQLNENNKQTHNHQHQHHFNQAQNFVNKRFGTKYDFSNPPPSPRPIRRLTFVTKLKKDNNDL
SNKPTKQSETLESRNITTLGSSNDQQTHSSNTNTNTNTNTNTNTNTNTNTNTNTNTNTNTNTNTNTNTTKNYSKDQNNTL
IEEKPNCTNNNNNNNNNNNNNNNNNNNNNNSSNGNNITNTNTNNSINNNNNNNNNNNNNNNNNNPMSLSSENSFLCTTED
IDKTNSTFTFNNEISSDESETGFPTPPPLTRSLTNNNHVLCSSNNKNNPNNVSNSNNIISNDQNEIVETQRENNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNSNSNSNSNSNSNSNSNSSNSNSNSNSNGNSNGNTNTYSNNNINNINQNVLQVENE
RNENYLEAEKDGANEPIKLDGAALPSQNDQIIENVNIQNNENNNVIDIINDNLEQSNENKLENTNSIYNENVNDNVTTTI
EEVINNNNNNINNSKNKNNNKSENLIENELIKNENDKEIEKVKEKENEEIEKEELIVCLVCFSDVTKQKAYSLQCNHSYC
IDCWYSYLAISVDSGKTCLYTKCIEPNCKYVLNLNDFKILLSEQLYQRYIQMYVKSFVEFNPKTRWCTNPQSCSMAIHYS
GVDLPNIINVTCSCNWRFCFHCGDEYHTPSTCVQVSDWRILKSKEEGQNAIWLSHNTKKCPKCKIHIEKNEGCAHLTCLN
CKHEFCWLCKGPWSEHGDRTGGYFSCNRYDPLKHDSYDLDKTFGPYVHHFQRFNYHHNAKKFAMCKLELFNQEEPRLKRI
PMNEDCKLHFQLAKQFLLDALNLILDCRHTLKYTYVYGYYLQDSCEKDLFDFLQEDLEKSTEHLVEIIFAEVEKYLTFIT
KQLLVLISNNINNNNNNNNNNNNNNNNNNNNNNNNNNNNNNKTSSNVQSDNNNNNNNNPSTVQTNEFKEYYIFDTVQFVH
ANKYYKVTKAFLQNLTSGIHYGLTTSYAPPLNPPNSTKKHSKGTLSLLKRKLTFPKIN                      
>Ddis_XP_629844                                                                 
MAHNKNTEDSLFLVVDNPDNRKRFTVTFNKNENEKETIVIIIPPTTTFSKFLGLLISKFKLEASSRAHIRVKANGSTRIK
SLTNTYNNQLIEFSLSELADEDPEDKNQLTESQELQLQLKEKEEKLKSIENSYLPLYSKREHNKSKFYKKVINKLQSSQG
ELFKVIVGESYPYRCKVLIQKLEKDSRIWVYFTETLNENENNNNNNNNNENDDDDNNNNNNNNNNNNNNNNNNNNNNNNK
NNNNNNNNFSYTFDTEIQLGRLDKNGNQKKEDIIKILENQYKIDKTNIIGAILDIESYYRREFYTTQNFGVLDKCVNLFV
DLEKISTVSQNKLIENCYNSIEKVSKHFDIPNSLSKKLLFQSGWNEKKSIGIPSNREQNRSFIRNSHFSHKVNDIAMYKF
KLIDESNSQDFECSICYCDYSKSDMVELICGHSFCKRCLSHYFKTSVCDGNGSSSPIVCPSQGCLNKCIDEVTIETLLQP
NMVSVFLKNFIKDVIFLTPNTHECPFNNCNRVVLGLRGTHKYIPYIACSDHDLFCLFCKKRGMHWPLPCSHSAYDDHDLF
SYRWIIANTTICSKCKFPVERNQGCNHMTCIRCHHQFCYSCGSDYPHTGGCSSGGSSKEHKIKLFFKAVGDKNMSMDGAF
LREFFERDPFTNSDPVINHVYKSFITIITGKSYTSKQHLRLLESAIFFLHSHSISTKKSESDHLMDSCQKAIKKLLRPDI
LADKTCFLSPYYSSQKQGPSEISLSATICKNGSKKSLGKLFVNTHFHDFKQEISNLLNKSIPSDQVEYDPKKIRLFNLYG
GQIKSSSDIINNEPIFITTSIHEQFIEPQIPTLTLEEIEEAQKQIELENKNNVKILVDQKEKVFTQLKPKNKRMNDTLKL
RENLENQLKLQEKLKIDQENLGNPNVQLFTDEIRDQYFYYRTTLLDSDNDDSDEYYYYDDSDEYEQYNAKDLIDHPTSND
TTTVTTTTATTTTTATEESIIIDGEDEFVNIDSNSSSSEFEDGDEDLLEIKRLQEIDDQVLEKENQLIVQEQKQIDLVFK
VLEMYQDEKFGLDFDKVFSVCSDSKNLSQAIKKMTNYLDENYYSNQYGITQTYLLIKERLSFTFPNLSLTVIDRAIKESK
YNHDKAKSWIYNKFQKQQKKKFNQLSKNNQQQQQQQQQPQSQQQPQLQTRKINTSEQFEIESEDDDSYDIDEAENYLTEK
IYNDKVSKFHHKMD                                                                  
>Ddis_XP_646567                                                                 
MDEEDSYSQSQELEVLKSIYGDDFFSQMEYYENDIHNHSNENYSSGCSGSEDEDLEDKHSQNKTSTTTTTTTTTTTTTTT
TTTTTTTSSYNDDDNNNNYNDYEDDDDDDSFDEKYKYNIKIKIDLPNEYKIKIKDEELEYPIVCLPSINLGFIYPKGYPS
KRAPIITLSSCWLTLKQMKSLLDELINNQWECGELVIFKYVDWLKTNLVDYLGLRESLTLDGEPIDFESELWDQGVSWDH
EADWQSMQNAIPMLRSYNSHEGKRIFDQQYHCCLICDHEGCGQTDFTQISTCAHFTCNECIASIINVNLSSGQLASIKCP
TLGCKQLLDLSIIRKYVSSDQDYNRYQDYLKQQRGLVKCLRCPDGWSFVDNLTRSTFCSTCYYSFCLFCRNQFHPGVNCD
DNNAKRGDNNNRIDRNNPTGLGLIRICPTCGCLITKSEGCNKMTCSNCSTRFCWLCLKANIDYNHFGLRCELFQFTPSRI
NHANRIVNSGVVDATTVCRCKQLLYRHSGSNTVVCRNCDATYCFLCKTKIKGTRHFMNSDTCTQNGNPKTFKPDKSYVFY
NLSNNETITPEIKSKKDYYIFEGLIIKR                                                    
>Ddis_XP_638817                                                                 
MSGNEKRVYKNPFQDPPVINKQVFENDYDDEDDFNNFLKMSKTNNNNNSYNNKNNNDKITKNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNSNNGNSDINISNDNFKTQPNKRTKDTINDKNESFNKDINNNNNINNKENNNINNNKKEEIILVDLESI
TDETNNNNIKSLNNGFDSNGNGKSNSNGNGNSNSNGNGNGNGNTIYVNNKEIKKESILVVNSKNNKKEEHCIYILDSDTE
DEDDEYNDFNKNENQENSCILPFNDEEEGEEEEEEAAQFGHRFHRESEPKSDNIKLTGVKRKFEGYDDDDDDDDDDDDDD
DDDDDDDDDDDDDDDDDDDDGGGGTRNISSLDSNTTEINSSQIYILEDDDNFRTITTPTTTTSPIKTTTSTNTTTITTSA
TPTKNNTTTSTSTSTSTNTTPNKQPNLGEIEDLPEEKMVDCIICLTKTSSFEMHRVIKGDCDHLVCRDCYQQYCISKIND
KEYPINCPGFKCKNELSIKDLELLIDEELIIKYQDYSFEKTIEINPDLFSFCPTADCGYIFFWEKGDSTDFQCPKCNNRY
CFKCRSDFHTGSSCEQYQSWLKENGKGDQLFEDFVEHQKFKKCPQCHRWVEKTAGCMHIVCICKHKFCYNCGQTFPCVCG
KDPHVRGVQMPPNMMNPAHLRHPPPHHIPLTYEQLRQVMDGALPTNFGLPPRQSKHFAFNNFLSTTHKAIHNLIQDLVFK
IDDDKNNNENLGLFPRKKIKRPTGVILTIPEIQNHLENFIRNLKQPHQQQQTEILNAYQIITQQINNLQQQQQQQQQQQQ
HQQQLQQQLQQQQQHHQQQRHLLPPDQIINRTKQLGILQQQLQQLRQQQKHQERMQQQQMQHQQKLQQQRQKQQKHLQQQ
LKQQQQKQQQQLQQQLQQQLQQQQEIYNFQMYQLRQNQQPVQNQQSKKITKPPQLQQTPQQNQQLLILQQPSLFPLFNPA
PFDFHEQQVVPQVNGRRSIGNNPTSLFQTFQTPLQQQQHHQQQNQQQHQQHHQQQQQHQQQQQQQPPTQPQVIVIQDSPN
TNQQSNNKKRN                                                                     
>Ddis_XP_637835                                                                 
MEFSSKSLNVNNNKNNNNNNNIHQLEYGELPFSRNPNTTTTTTTTSSMNYNNNNNNYNNNNNNYDNYYNHHNTNNNGINF



HSRNLQPSIQQIIQQQVQQQVQQQVQQALQQTSLQHQYQQQQQQHHHQQQQQQQQQQQQQQQQQQQHQHQSQNSIEQIKY
DWLKTVASILPSIELSVAIKATNDFDNIDDLVQYLMNYTATKDDNEISINNNNINNNNYNNINSNSNSNSNSYSNSYSNS
NGNGNGNTNTNTNINIDNTNKVNDEPIKTTTTTSTTTTTTTTKPPTANIKGQLDDEQREIVRLLDEEMKLEKERLMLKEQ
QEKESMAFILSEFKDDIDVDKNNENNNKNDSEYIKRLLEQEQNELERKRRDEEFKEKVMLNRYLEEEKIKKDLELENKRY
ACEICFSDDLKIDQMYTLDDCHHRFCKECLSQHFKSKIFDGDCKSIQCPDTKCRRLVNYQEIKHNVDKITMAKYEDFLLK
TTLEEDPNSRFCPRPNCNNAMIGDSDTVTMIICTNESCRYTFCFNCKSEWHKDMTCKQWSEFKVLKETSNQRFEEWAREN
TKPCPKCKSKIEKDGGCNHMTCKLCKHQFCWLCLDVYTKTHFSGGKCKQNS                             
>Ddis_XP_636573                                                                 
MFLKIKKILKTSNNENSIDNDNSSSSNIKKKKSDKKNKNSNNSNINDITTSPIITNNKRSDSDFNEQALINKSRSSSDIE
SSDAIVENEDIIQPVLTTTTTTSSSSSSSTASPITNEKSSNSPQLNRNKSFLGSVVLNIKKKSSSKSNDNNSNNNNNNKS
QQAINRKSYQKDDNNNNNSSSNEGSPQSQISNEEIQSNDSIDNEELNNENCDSDEEEQQDNSSYDDDDDEDGEYDEDNSD
DDDAYVSFKDLDETNTKPVKSFNCLSPNQLVEQQEKEIKDIAELLSIPTSSANTLLKHFNWKREELILKYFESPKEICKE
LGIEYNPISNNNNNNFINNNNIQQWSPSSSPQLFSCANNNINSTTTTTTTTTSTTTTTTTTTPTISCSICGEEDESLTEF
TWAKCKHSFCNDCWANYLTLKINEGEATIRCPFYKCKAVVDDQIIKRLIAPFVYEKYQIFSTKKFIQQNKQLRYCPTPGC
DNAITLVSDGEISSILNSVGGGGVSGGDLDDQDPNCIFNKNTGNNNISVQCSCGFKFCFKCHRGSHAPASCEQMSMWEQK
CSDESETSHWKIANCKQCPKCTVSVEKNGGCMHVVCSQCKYEWCWMCTHNWKGHNDFYVCNRFEKEKEKERKLNNKLKSS
SGSTGSSSNNNNSGSGSGVGDDDNSSSSHPSKFKLLLFNSNKSKIKKSRESIEEEQKRTNRLELERYLYYYEKYINHGNI
QKLEKAIKEEAQIKMQELEKANSTRAEVKYIEKGVDQLLDCRNILKYTYIYAFFSFADQNNQRVVTAKELFEFLQDDLEK
TMEKLTEQMEDVMKSHVNLDTWHRLDVMNQITLLKTKTDGLLNAVLKDSLFEL                           
>Ddis_XP_635451                                                                 
MSNKNNEESLYVLVNTPDLRKRFTIFYEKNENEKESIVLVIPTNLTFSGFLGLLINKFKLTTSDRSHIRVRTTNENGNRR
IKSLDNTYNNQILIVSISAISDVDPDDVEEKKLLTTSQEYQEKLNKLESENQYLSLFNDVSENKNKFYNCIIKQLLTLKN
KVLIGESYPYRCKVLISNNEKDSRIWFYLIEKPTTVQLDYSYEIIIELNENNDYEKISLKNRENELKEIIDTQFKKDKND
IVAIVALIQQYYDNCMLSRSGGSILDTCVNLFNEHELLKSETTNKFYQEIYQRCEMVSNHFNIPHSVAKKLLFKNGWDVK
PVISLDCQSVRTNSYPHKSKDIELYKFKTPQITLVDQSSQFEKECSICYCEYEVNEMIELICGHSYCIGCMSQYFTTSIN
DGSGGSISIGCLTADCLNKSIDEVTIESLSIELCKSRGISSNLIKDISYNSNNTVHPCQYEGCTRLVATDLKRKTLALKY
SPFISCNGHVICLFCKKNSYHWPVPCNKPVHNESDLFSYRWIVENTTICGRCKFPVEKSWGCNHMTCSRCRYQFCYSCGK
DYSDHGTCTGSMIDENRKNKSRIFLDTISSNNSSVDSSFIEEFLKGKFHSNDPIIKHIYQSLISNITERTYTNKRHFDLL
QNAVFFLHAYNSNTIGVKEKADALESCQKTLKKLLTQSFYHHHQKPLMSNSTGGHSKNSQPVRSLSVTVCKNGSKKQLFK
LFVNSKFNEFKESIVNQLNKLLIPVDSDLVEYDPKKIRIYNLYGGQIKSTNEIIDNEPVFITSSIHEQWLEPQFPILSEQ
EIEQVRLQIEKEEQQQVQVGKITFTTLKPKKDKTSTHLSKLKDTMEKQLKLQEDLKNDQTITNLINYRNSLISDDDSGDD
DDDDDNDNQDENTNGEQNNNNNNNNNNNNTTDGNDKNQQQQQSKERPITLSDYEDYYDDDDYEEASYNDEGDSEEDLIHD
QIMKKNKGKDFW                                                                    
>Ppal_EFA86719_1                                                                
MAFETSSSTTTNNSITPKLFNDINYYYNRHSNSSNEILLNNNIMINNNSIELLDNNNNNNNNNNFTKICCKVCLNDCKPD
QIYSMKCKHQYCLECWKYYLESKINNDGMQCIFSKCIDPECKLTVDVITFKTILDYSKSSNYSTPRSTLSSTTSINRDRY
FQKYCWYLAKDFIDNCSKATWCTNPNINCDNIIYYNNMDTPKNLNIKCNCNWNFCFHCGQETHFPATCKQIEDWKLLKSK
DEGLNFSWLNQNTKKCPNCKIDIEKNHGCVHMICSHCKFGFCWLCMGSWKDHGDKTGGFFSCNKYYKSIRKASTSSSLTD
HSDFVDQQQQHHHQTSNSNNSKIEQHSCINSLDDLPGSQNYQNIKNYMKITNKFLMNLLDSTSNMIITCEDTTTSTTTTT
TTTTTNNNNSSTKLSTPTSQLLKKKLSFLRTKSSKSSLNLQVTPR                                   
>Ppal_EFA85467_1                                                                
MSFYRERMSSGLDIKNEELYGGVGDGGVVGFHCFSCWNITSKMSEDEIYDDYDVDDDSAEESGNESADNEEMDYEYSTQE
IDFDDIHSSNRSIGKLTRQKSFEVLDRSELVSESRKLIKEVMDVLSIPSEAAVSILLRHMKWNKEKLIERFMDNQDKLCS
DAGIPNLRLDKAVDKSLQKFSCLICLEDFPPSQTFALSCDHRYCLACWKLYLECKIGEGPECIYSTCPAPKCKVKVHEDA
FKKLIESVAYEKYSNFILKSYVDDNPQVKWCPAPGCVYSVRCDRKERKEAVTCKCGFQYCFNCNDSEIGDHMPCPCSQVD
KWLQKASDESENVTWMLANTKKCPECRSPIEKNGGCMHMTCRKNAGGCGFEFCWLCRGPWSDHGSATGGYYNCNKYDKSK
AKEDDEKANDAKTELEAYMFYYHRYESHKNAMKIADEQRRNAHQKEQQILSKFDVRSADTKFLMEATEQLLRNRRVLQYS
YVYGYYLDKKSNERNLFEYLQEDLEKHTNQLSTYYELSLDKLDDYQAFIKWKEQVTNYTRITKKFLDHFVEGVAGGLTGS
HHNN                                                                            
>Ppal_EFA85139_1                                                                
MDEILGFLNNYIYTNDVLSNNFTIRTLLDAFENDQRQYLGLKSYVDSLNDDTLADTVEELEKYIAKELINPEEQLKRKDK
YIYHSDHHHHHFNKTPINKLDEIKNNNSINENDLSIDWNNASFDVNSCKIDKNKKNNNSNNNNNYNSNKKMNKESRREKE
VGYISYDDNDEIIPYIDNDEDSDDTSYVKDNNDYNDSVDQIIHFIEDSDSSSDDDIIHFIASDDEDDPLQNEEYLRIINE
ENENARAINEFYEENATTECIICTNDYDKYNMYKLENCDHSFCYDCIRNHIKAKVDIGQYNIKCPDPECKKEIHQVEVQV
LFGDEIANKFASFNLNQLITSSEEFFERCPNENCNYVAYNDEDIAEFDCPMCKKHFCLKCKIPYHTGSTCEKYQEWKKDN
TNGDDKLNRLVKEKNFKICINPKCKAIVEKAQGCNHMTCRCGTQFLKPINQLKIKSVYKFYL                  
>Ppal_EFA83816_1                                                                
MIEIVSDGNQTDIINNNGCNDQPVISRSVIPTPPPLPPVSKVNFTFKCNGKRNTKNESLASTTTTTTTTTTTLTSTPENR
KNSFDSFLSGLHLGCILKERDLLNNFPMDSDIFWSDDFLDNRDSNYQHIKQQTTITTTTSSISTSTIGIELSDTSATNTS
CCSSSSSVNSSPAVEDDTSYQAKGGECPICLDTYDVMVEFPVCNHTYCLSCTESHLREQVWRFKGKKLSCPDPKCNHSLL
SDEKFNSKFLDKVSHDKLELYKVINNKLFGDKNIIFCLSCFHPLSKPSGTDMTIICDNSECKLELCYECATESHHGMTCE
ENKKYIFDTLSEDEKKSLKYLEAEQYKACPKCGITTYKEDGCEYVYCLACGHQFCYFCLEPHDHNLSTHVHGPKYVAPKY



DNYYNYAYHQRRGFFQRHYKIKHAATCFALGVGAVIVGPPVIVVGAIPYATYRLATHIRKVMKQRKLTQKKCNFDNWVLE
EKKRREALGLEVSDYINENYNKLNVKST                                                    
>Ppal_EFA83669_1                                                                
MSKSSVKDIPLYISIDLPDFRKRFIITYENVYSKSIPIKKELIRIKTKDGRRLTSLNSTYNNQLLDVTISTMSKGGDQDD
DSPTYSLRHSSNHEPLPSQAKNNDPTYVSDSVFLAHCRELQATLGKSQVIVSESLPYCVHVHLGNNNALRSSSVSLYLLD
HPEYKEVGLTSKSIILRANEDSLQDIVRVELVNHPSSDMITLVNSVVRVYNQYIQTQITTDPQLPKEVQEIFPLNFKELP
TISPVSFYNQLNELIIQVSKDYQVPASVAMNFLFKYKFNIKGMRKSLTNIDSYGCANIEKHRFLNISGGECSICYCDIDE
PIEFFCGHRFCRGCISEYLIASINDGNGIVSPIRCCATGCPVMIDQVTIASLIPDRNADHLKQMFINDAASLTRSKWCTS
RGCKRLFYPKGLKDCIPYSPCHCKNIICIYCGKNELHWPSPCDHSFMQEDDFANYLWMAQNTTLCFNCKYPIQRNEGCNH
MTCTKCRYEFCYEQETKKVDCKPEYSRVRSLRCLVHFNGTNNEIGTFFIPSQFSKLRESILTSLQKANQFEGVAQSQLVL
YNQYGGQIKHSEEIMYNEVLYVARENEEFKEPPEVAPSSESPETIFNKKAALRKKEALLANNVDEKKLTEDQITDIANRL
SEMLDLTIDECYEMVKKTGATSEVDAINSVLTYQIHNQNTTVDEENAQEILTYEQLVELFPSVAEDVIERALIESKNDLE
KAADWLYDYEDKWMKNICSNQEDKSTSPKAKYNTDYFDDEDDDNEYEDDPDYIYANSRLSDTQAKLYD            
>Ppal_EFA83199_1                                                                
MNMVVFKDLTTKIDGLRKYINSNYYHDQILQDFLRSFAAQNKQNGKSKVIDLDLDAQRKINANGYYNFDDDDDNTTFYKH
IDDLLDQKKESTTTTTTTTTTTSSTPSKTVAITDTDSDNVTIVSPIKKKLNGFDNFNNNNNNNNNNNNNNRSNSVIDIDE
NQSNTIVVSSRKRKQPIFIGGKEDDIKNDDHEEISLMSDDDDSISINSNNDNNNNKSIDSYHNNIDKEIVNKKQKTIVVS
VNNNNNNNSNDNETSISSLTKQYSASSTDTEGTQVDSIEDIIPAHLLEDDKPAVQQKTIECFVCLSDVNEDEAHRIQKCQ
HELCRGCLQTYLVGKIEERDFPINLKLKWMIWSYFLDHDLITKYTDYSFDKAIDLDPDKFSFCPTGDCGYVFFWEAGDST
DFVCPKCNKRYCFKCRADYHTGSTCEQFRQWQKENGQGDDLFEEFVSRQNFKKCPKCARWVEKIVGCNHIVCRCKHKFCY
NCGNSYPCTCGGDPHVVNQPQLQQMAMQQMGMQFPMQMPVPAPPPPVRGRRRRGNAQQQQMMQLYQQQLQQQQQQQQLQQ
LQQLQQHQQQYPPPQQQQQQYPQPQQYPPQQQQQQQQQHQHQYFVNYNGPQMLNVPQQHQVPYRVTFNGLAVQHQQPQPL
PIPQQQQQYKPPPQQQQQQQNPQNNNNIQHRNKRRS                                            
>Ppal_EFA81542_1                                                                
MATTDIVNMIREEDLSVSRVTPLVERNINGLNELVQVMFTTQAASPDVSCKDKLSKSQSNKLVTYHRSLERLRQRIVILI
GNYMQHETRLNELLVLLDRIDDILKIVKIITSENEELHYEIPESTNQSIQRLGGSSGGSMRRSGGIGGAAPNSDNSDSDG
GSGFVPLGPPPQELFEHKKTRPSIFLSLLSKKRRNSDTNNVVISNPISNNRLNNNGNRQNRIIRRQVSDESISSSSSDSE
SEERATTTTTTTTTTTTTNNQNNNNNRQPIRPLRRSLKRVVNTRPVSESENSSESESEVSEEDEEEEDDDDDVDEDEEAD
ELDSEATELGRRTKSLSYSPRFLGSNFLKQASADIPTLPKRPPPLVLPALRPKPTTTTTTTTTTTNINIKSMAENLEDLL
SQLDGVNNNKNLSASIDGADIGVIRKRHSISTTGLQGKPAGNLTRSKSGTKTKPVVGKLELHSELKREVKRRNRVNVDSL
SAFKQDLRSEVQRRRRVSRVAQSDSEDDESDDEDRPTTTTTTTTTTTNNNNINYKRQFKVGNNRESLTSAEVETIIKSLY
DSYHSSDYDSESEDEEPIQPSAVKRWMSYHGKHAGSSSSSSTISVAADTGPKKLDTPVECKICYCEYEMSNEVHAFRCGH
QYCVDCIKQFLTNHIVEARVLDLLCPFPACRREITEDEIHKFVDERIWTKYQKFSMIASIKAEPIKWCPTPDCDTYVLGG
SYENPVLNCPKCHHEFCYICGEEAHPGYKCGEEAHSLQGRKEKSVSVAKNQFDEWVSSNTFNVQQCPKCNAFIEKNEGCN
HMTCQNCQHQFCWLCRNDYFAGHFMDTNFPDCYDKQYYTPMYNYVPPAPARPRYRSKKARNIAIGVAACTVGLPLLLVGS
AIYGCVRLHKHLGRRREERREERRRRRNNYVY                                                
>Ppal_EFA81173_1                                                                
MIVCGGSSRGRSNKIERDLSLTKLIMEENISIILDLFPSLSVESVKSALQTHNDNVEDTINHLLTNNGSVDSCASENNNG
TGGAGETEEQINERLLMAMLKAEQEEQEKVNRSKKHYCSICLDDLEIDKFYIVDECEHRFCTECIIAHAKQQLYMGYPDI
KCPHTTCKRIISYEEVKHFLDAQTFASYDQQLLLQHLKKDDNCKQCPSCHVAMVVSTVKIDEHMEFNNENLVGCPNCNYA
FCIKCRDHSHYDFSCEQWEDVKDYVLSRTEQQNQFQINEVENYVSFQNHRQHNRFWNGGRKWRSEHHNTDMIKGRRKKLT
AMQGYNVKWQVAYKRDKLIKQWIQNNTKTCPHCFVIIQKDGGCNDMTCVCGNHFCYSCEQTKDFHFKNKMRYPCPGGFY 
>Ppal_EFA80632_1                                                                
MTVDCPICLCDIDNQDYHQLSRCKHEFCRECLQKYIVNSIQEKKYPLKCPCLKCDIEIGTTDLEILVDLSIAETFYDYAK
EKAIDKDNNSFYCLTPDCKGIYFRVEGDPFTFDCEICNMQYCLKCKDIDHGEMTCEQWRIESGQVCDSLFQDYANSQKFK
KCPSCTNWVEKIDGCNHIHCICDHKFCYNCGNSYPCTCGQDPHVVQEQIPEEI                           
>Ppal_EFA80353_1                                                                
MDIQLYRGLFKSKILRELIFEQIHRLSGEYRDRGLEIYKWGDLAFCPQQLVLYNYVDQLKSTIKYFIENRYTLQCTILNE
KKKNKTKFFKIEQSSPSSNSNNNNNNNNNNKKNNKNNKNNNRNGNPKFVIYYILYALKTSATHGNLDLIIYLLSQFYELP
TTKQQKSEETKSITPKSIIKLEQKYLKSIFNKAAGKGYLNILKYLIETYGNHDVKITTKSMNCAASNGHLQVLKWMYQTR
DSTATVCNHLGLDAAANNGKLETVQFLLEMKVIPNLAAEYAADKGHLDILISLDQFNHLPTTSVALDNAATRGHMEIVRF
LHSRQAKCTTNAINYAAYNGHYQVVHFLLENRSEGCTREAMDLSSMHGHLDIVKLLHERSDKGCTGSAVNLAAGNGHFHV
VQFLIENRTEGCSFYALSNAIRNGHLPMFQYLAEKTAFLKDEEAVERVYNIAKSQDKLEIVEFLKNNFTQLQSHRNRAME
SDLLTENMAALMQHSNNEDEDFGDLRVQEIEILKSIYDESLIQDNRQSNFYRIKINVNVPEGFVLKTATSTGGAEAEVEA
AEAETTDEELSNNSDSTTTTTTNNNNSSSSSNNAASQAQEYPIVCLPTVTLGFELPRGYPEVSPILVISCCYWIKNNLFT
FLDIEKSLTLTDVDVDFDSPLADYCIWEYNEDWTSLMSALPIILAHNSHESKKIFNETVHTCPICLCDDEGVNFDLLACS
HFTCHGCTTQICKLNIDSGDIRQIKCSELKCGQPIDQNIVEKCVSAKDFATYKSTIQKTNGFVECTRCRGWAKVEPHTRS
TFCEKCYYSMCMLCSKKWHPGTTCGYEPISRVTKLSVRLVIRLFVGFV                                
>Ppal_EFA78711_1                                                                
MKRLSIALLKCDKFVPELQSKFGDIDVQFTNLLKKNKLATVDLSVYEVTDSKFPKWDDVVTNKYNGFIISGSRHSVNDNV
EWTNALKDYVRMLDTNNIKTVGVCFGHQMIASALGGTVSGNPKGWQVSDRDYLINPTILTGYGLLPGAKETELVVDIMCM
NKEMVTQKPKDLICYGGNEICANQGMINSNFLTFQGHPEYTPELIKEVLNLRKGIIPDDVIAEGIKRANESQIDYEWYSN



LIINGWCRDTENNLRLKSIADSLMPSVEYFNDSFASNFDYLFFYGCSLEMNLQKYIITTQKPYSKIFWPIRCNDKKSGYL
IGWNTRSFVACVIDIISDISLQDLEIILKELNNDKRMASCPVGQPRVLGEWCNNSLTTTSTTTTTTTTTDSNSSSSLGGG
PNNLHDVDFWISMERSVGSGHPCLKKIYCNEYKFQTSSQIVLYDDTSPYYYTSTPISLVPTIAGDSNSNTINKHSTSTSS
KTTSNSVFSPVATSTPTTTNSSTSSPSSLSSTSTTSTKLKPNTSDLESTFKQINCSNDIKTILNETIEKYYRSTNNNRNP
LPSLLSIDSKPNSRSLFSNSFITLRKRKNSLKQSNDNNSSSKDNDSSIDNNNNNNNNIDDNSNNNNNNSSNIKQDKDNNN
NNNNNSIKEKSKRVICAPLYLLIIILRLFEKILLSVLNMDAPFLKNKKLKDLTTLGSTLDSRIDEIKLLINQHHHVEEKK
YWLNNNQDRALLIEYDLIINLNRNNIVITTTIAPHGVILLKIVCMSGVFGVSVLISIIIDLFSIFTLHISVFYSVSARFY
LLQLMLLKSLWNLFRGVKYNPLRKRTDSCDFDQYQLLLGTLLFTLIFFLFPTTAVYYFFFATFKSSLTVVMALFSLLLHL
LKTFPLFGMLVYFIDQKYLPNGVTFTVKNNENTKKQQATLTTTTITNLDQLQTPTITSGGGSNSSGNVNKPSSPLLHGQT
TTTTTPSGLQSPLHQRTQSGNLDLLPSLQQQQQQQQQQQYMLSPKTGLGHRRNQSLSSSTSSPIGPRVKHQSKKRKMSGK
VDEYLAQLIDMGFDPEVSRLAVEQTQCASLERAIEFIYSLSNSGAVPDTTPLGRSNTPTTLPTNNYVTSSSNLSRQNSAT
PTKKIRTSMRDSNEYVDSDDEYYQDVDDYQFDEPVIEAMTTSNTVVQASEIIANALVEIQRIESVTETSPCAATLMLLKY
QWNGNKLLEQYYENPDKVKRLAGVPEKEEYTALQSTKEDCSVCCDTMDKKNTCYLSCKHYCGVIVSDRFIQEVVPKAYPK
YLERLAQTYVDKNPNMRWCPTANCGNALKADSQAESVAQCSCGFRMCFKCNQESHVPANCDQIKLWKKKNQDDSETANWI
QSHTQDCPKCHSSIEKNGGCNHMTCKKCTHEFCWVCMGNWRGHSSCNSFKKEDNSNKSDSKRALERYLFYFHRYNTHEQS
KKFETKLRQDAMNTIFALQNNKDKRWIDVKFIESSTETLIQCRRTLKYTYVFGFYLPEGAEKNLFEYLQSDLERTTEKLS
GLLEKGENQNVMELKEITNLASTKLNHLLDGVEEGLTSGGKKTIR                                   
>Ppal_EFA78521_1                                                                
MIVLSENCKHEMCRTCLQKTLEMELERNGYASYKIECLWCPNLLSMSLIQEIMGDDAERKKKLNNIYWVCPQCDNLIYID
TTTNYSLTSLATLHHPIPKGSFQVRCTSCPYVLCTSCNGTHPWTTPCKDYLANNEDALKSYLWKIQNTKRCPKCFVFIEK
RGGCSYMVCFRCGFEFCFDCLRQYKNFHHCDNEMVFFKLLFMLLSIIGSFYIVYTLKQLSRTFKD               
>Ppal_EFA76340_1                                                                
MNIRTSAPIYINLPYPDSRRKVHITFKYNDKNEWISLNQVIGHLKHTPIIKTLLDTNKENSLYLYTTDDKLIKTLLEIVN
DQKLLLKFEPNNPDIDYSKNVEKPKPVPVAIAVHKPMEDMTNKQFALWEKDYVADSDFLNQMFDLKSRYPDRVEIGESYP
YTARIYISNSTDLWSDTKNLGAWVYLMDKPNTKPEFTVYSDYNQLASHIKYIIETTLTSVSQINDHHITSNIGQGKGNIA
PISCPSHCCPNILDSVTVATSLSPNQHRRFIDQLFDEYVMITESKSCGVDACNRVIYSYPNINKIIPFIPCGCNNAMCAF
CGQPASHWPNPCTIEYVSRDTLREWISISTILKTTTLCSRCHVAVERTTGCNHMTCKMCGHQFCYACGGDYFNHLTCNVE
GKSYNAAKYAIQSLNLKITENNLLKIGQFQKVPTFLEFKHKFQEYLDKHSANDEEINLVQPIIKLFNELMAMPIKQRKLE
KCREVGDLIGSFWQITKGKSIHRTSRTSIKHSNETDVLIKTLMCDILLNGYSQVVTQLFVNSSIELFKMEIIRNLNKKLV
NKIVFTNDNSPDSQKTLRKIRLFNKEGFEVFSVMDIPQGDQLYVTLEGEMFISQPKDEQNPNLVDRKKQLLEQLIHLQLE
SNKDSAIEELQDLRTNPLYRETCFSDQERTDEQAIIEALQDFSDDDDDNAYYNEDCEEIGIYDKYQDYVDNY        
>Ppal_EFA75396_1                                                                
MSNIRSSGPIYINLSYPDTRRKVHITFKYNDKFTKQSIIIQNEWVSMNRVIDHLKETPIIKGVFESNKERQLYLFTTDDK
LVQSLTELVNDQRLLLKFEPINSAVDYTTEVAAKIITPSEKSVNNTQKSEDDMFERQFHLWEKEYVADSEFLNQCYDLKS
RYPSRVEIGESYPYRARIYFSSFTDLAAWVYLVDRPGLCPEYTVYSENTQIYCALMNILKESLTDASLIDSVMEGCFEKI
LEIDSQQKEGNFAPYLDDDIIKIFPKDFKEAPTMTKSNIFYHIYQRESSLSSKTGVPISICKKSLLNFKDKFVDAMLALK
KQYPNITPTKEKNDIRAYRFEINNELECPICFCEHDPLSAIQLSCGHSPCQQCFQQHIQSSLSEGRGNIAPIACPSFKCP
NFIDSVSIATSLNSNQWRLWTKKIFEEFLMITDSKFCKTPECNRIMYTYPGISKTIPFVPCGCNKTLCACCGISAIHWPN
PCREGDVSAEIWRDIASVARVLRETTLCPKCNMAIFRTEGCNHMVCKLCNYVFCYDCGSNYHRGTCVISNGQKNLNSATI
ATRILSLDISGSILTKMSKSNNIPFIVQFQRAFMKYKAKSEEEENVFQHIKKYLKLIATTSNGKKKNELCGELSVHIGEL
WDLQKGKEFKPRKLRSSIIQSSETDVWIKTLMCDISLNGYSEVVSQMFVNSSLVLFKMEIIRILNKKLVNKINFNNDSSL
ESQKTLRKIRLFTNDGYEILSVNDISQSEHIFVSLDGEMFITQPTDAGNPNLLDRKKQLEKIITTHFNNKESALEELIDL
RTNPIYHELELSDQTISDDQAIIEALQELNEDDFDFYDDEECEDVEVFDKYSEYIENY                      
>Ppal_EFA74627_1                                                                
MFHKLKKLLSSSSDHGSPTATSNVATSSTANTDLVDSTLSTANNKQKKTKKVKSLSTSSRTLSFRRKSTISSSSPPSSKS
GMLANNNSNNRKEISQSSESQLEIIESESNSIGNINNSSLNNNNNNNNDILRTTLTTSFIPTELVPMMLGESGNLVERDE
QSLSISNNDGGEEDEDDQTEISIVDDININISSTSIPNISTTTTTTTTTTTSSTSSSVNNKSFIRTVSSQLFRRNLKVSG
SKVDSCEQQQSHQLQHCQNEEDELPDEQNSDYDSNSDYNDNDDNDDEDNDDQEEEAFIKALQEVENEIEAANQQMNFKCL
SPTELAQQQQQEIKDIAELLQLSNQSALALLKHFNWRRELMLTKYFESPKDICKEVGIEMPNNSNNQSQSNSPLINSSGN
NTSNRLAILQQQYILNGNSSSLVGNDEHQQQSSSTISYSLANSTQFVSTSTTTTTTTTNNTNIQQSCSICGEEGSADDMT
AVKCNHYFCNDCWGGYLTSKITEGEASIRCPYYKCVCVVDDSVVQRLVAPVTYEKYQQFATRKFLAGNQQHVRWCPTPGC
DNVITLIKDSASTALEIVHCSCGRKFCFKCHRESHAPATCEQMAHWETKCQDESETSHWKVVNCKQCPKCSVSVEKNGGC
NHMNCRQCQYEWCWVCLRSWKGHNDFYVCNRFQKEKETKRNHFLNLFQKPMSSSKKKENAEIEEKERNKVELLRYLHYYE
RFINHDSSRKLEKMIREEAKQKMEELEKLNSTWAEVQFIERGVDQLLECRNVLKYTYVFAFFSFANAVTQPRVETARELF
EFLQQDLEKTTETLAELMEEVLKKSVTQLGTQQRMDVLPPMTDSTKFLMVDKSE                          
>Ehis_3_m00572                                                                  
MDNAIKNLCLFHFREEINQAFLNGEKENVLEQIILKYIDEYRKSENKSNIQEEPEECSICYGEMDNCYTIPGCGHKFCFE
CVQDTVKQALQDNQVEVHCPEAGCTSKIPTSELYAKFFTPEMCNRFTENSRRVFLSAQKNCKFCPKCEAGLLMTDNKVKA
QCPICKSYFCTNCLCEYHDGYTCEQYQKWKAENDNADEMFREFIKTHGECPECHMVCERISGCNYIKCICGCGYCYKCHK
KVKHFSPHILQANCSLSGEGHD                                                          
>Ehis_24_m00267                                                                 
MLSASTDFEEVESQMKPFEIKESCKIDQEMQKLLKDVCDFTCLGEGDCSLLLRHFKWNVNKMNDVYFDDPDKYLVLSGTK



MPERDPPKGKVTCDVCYEEVNEVTGLSCGHYYCKNCWREYIEEAMKRGPNFIDSLCMCQGCYCKIHHELVKKISPDIADR
FWYFLKKEYVELQGNVFCPNPQCGRAIIVLSSERASDNIFCLCGQRFCFKCLGEYHAPATCKQVSDWNELSTKDDENSYL
LLTAKACCHCGLLCERTQGCNHMTCPKCHGEWCWMCRGDWKTHGEKTGGFYSCNIYNAGKSLGNELDNKAKAKKTFYEKY
NHYFDRWMSHNSLHRQTREQKKKTMGEVYEHFKNQSRIISRIEEAFDILILARCWLKFSYVYSFYSSEEGKITDLFNHQQ
AQIETFTETLGELLFKPVATYDPEVIAAKASILKRVIDHFS                                       
>Ehis_25_m00249                                                                 
MDKETLAIISQLPISSYRKRLISKSECFDRNELLTIIYKELSETSELFCICPTIVLSLLYENGFKTLKLQDDFFSDDNFL
TKNGYIQKQEDWFAPQSSVFPKDYFVLKYINISEYQINEESICNITGRGFNRCLAILSLIQCQGNEEKALKKLQNHIDDV
KNNLKNKHNLLRELIYPSKNVIHQCPLLGLSPQFYFDICMIYNEDSSIITSVNNGTIPSSMKLWYNELDKKLTQQHKKRD
EKLEAQSITCDVCYEDKLEEEMFTNRCGHSFCNQCVIEQILTGMRENGKNIGNLKCLSSGCHCCITMDIVRYLVDDYTYY
RYCELLITGFIEGNKDFLCRYCFNERCNKVLHYKGSLLDNNKTAICSCQTNMCLLCGEANHRPATCEQWRLWQELLKKGE
LNLKWIRTNSRPCPACGTFIEKNGGCQWMCCYKCHCFFCWMCMQVTNDHHHKPGQRCIPYQQKEINSDDPIDEDLLSCLT
HYDLQEVGVKQSLERYSTILEIMKKQKSIATTLSPLYEASLVEIDAHTVLRNLYVLEYFNKDKKDLYDFQMTQFQYPAEV
LTKKIQYILKAEKITINMMSDLDKCVTSIKKTFEKITSSYEDDQQ                                   
>Ehis_59_m00176                                                                 
MTSYQKTNETGKCEMCNKEIRGFHHLYKCPSCGFGVCSDCLKKGPTCRCNHGIPPLTEEQERKMNVLMEMGFPDYICIFA
LRKYKWNVEESIPWIIDNLRTFPKPESQENKREEEKEEKETDEGLEYVEDEMKWKEKVEEGGIIEKKRKGINNKRIKEEK
EEEEWHEDVFDDELYGNGEKDRGDPRIEKCYEVIEAKDIIKMIRDSCEKESEALNISPGNVSILLKRYGWSKDKLEEAYF
ENYEKVCKENGIINGEIKECKEKTCPICYEEGVVISLNCGHYFCIKCWEERIKTMIESIGSNVVDCLCMEQGCTCKVNYE
IIEKIGNKKIYERFMYFICKDFISHRKSYVFCPVDTCGRAIHYFDTSRNEVPIICKCGQKFCFKCGREMHKPVSCSEFMK
WNDLVTNDTESMKFVNTISKPCFHCGLYTERVDGCNHMTCSRCHGEWCWMCRGDWKTHGSQTGGFYKCNLYEKSEAKKLD
EQAQKLKEENKKFLEYFDEYIKYNNIIREITKQEDVLYNIEINIEKSTGKSNPEILEAAEICKEAYSVIKYSFVFEFFIK
DYEIIYKLFNFRQKKDIERVNELRETLKKIELTGIVDIQKIRQLIENVKKVTESLSDVSTENLMKNRFDEVKKKKRKN  
>Ehis_97_m00141                                                                 
MNDMTHSIYKLDLNEFVKLSEEKQKEILCECVENYRKENQKNNKEMFCCSVCYEEYTYKETFINECGHRFCIKCWRENII
QQIQSDWHQVHCMEQGCNCVVKIEDIMTHCLIQDICMLNMYCERLTFKTFEDNICECPKCRCEMITFEKEYKTTCPRCKY
LFCRKCGENWHEGKSCDEWKRNKEQEQEDLKWINQNTKKCPSCGDRIQKNGGCNHMTCKCGYQFCWLCGVKYSSDHWTNN
TTGCKQFT                                                                        
>Ehis_131_m00142                                                                
MGFSVVIATNSLIRSGWNVDSAVQNALAMQIIEDERKKREEKKSLQPIKKPISKPTYISLKPLSFEPKEKNKVEQKMNGE
TDSDDEQDIINKWSYEMTNNPKFEILTEGDIYELFLSEINEYVETYDVDLDEASTRILSNETSNKSKQNQSYKSFITEGT
CPVCYEDGILVGERCSHKFCLNCWNEYLLMNGTLSYNSYRCMQSDCEQHLSLQFVLSYCNKNNIEKFKKMIVQNYLERNH
QYQKCCGIDCERIIHVIKTGKPLFKVSCYCGHEFCFGCGKERHEPASCKELSEWESLYQEDSESMRMIESISKPCFHCGL
MTERTKGCNHMTCPRCHGEWCWMCRGDWKTHGTKTGGFYKCNLYETSKAKKLDEATEQTKEESERYQYYFERFMNHKVQI
RLFHEEVENKRKLFSKTKNLNDVEILNSICSIIEDGIRTLQYSYVKVFFLPKEDLSPDLFVFRQNVLEITIDRLAENVYS
MKSPSQLPMLLEEAMNCKTVINNLIQL                                                     
>Ehis_182_m00141                                                                
MEDTRTMLYEIYKQEYIESIQRLIKRKEKEEEETKELMKKEQKEREEEIEKKEYTCDICYSDIQIKDMYIFDCGHKFCLD
CCYEHIHEKIFSGIVKVRCPKSMCCHDITFEEIYQIIRRHQPIDQELIERYERFSVQEYLKKENNCRYCPRCGTGVIGDP
NTPEIECQNEECKKKKIKFCFNCKEIWHEGLTCSQYQEWKRMNCEADKRFLSWAQKNTRKCPKCNATIEKNRGCNHMTCA
NCGYQFCWLCMQEYTSSHFKNGKCKQYS                                                    
>Ehis_211_m00072                                                                
MKKHCYDVNILSFGNIQDDSERYKEMVEWVNSYREINLKSSLRQQKPKALCPICNSYLNLSDTYCVGDCCHRICYDCIKK
HVQQEINSSNEYIICPCDQCECKLDNANRLFKDKIISSELKERYEKKMNDAYLKKNNYSPCPLCNGLLPPYDGPNKRHCK
HCNDDYCYNCHEKWHEGFTCQQFANYKKMSPLLKELFVEGLKFIKNENDMALSNCIIQFNSMILNNCMSFQRFINSFKDI
PCNHASDGFFAWHGSSEIGVKGICQEGFDPKRRSGQTYGIGEYFGVTAKDSGNYLKENSNHMILTFISSKQFNTVHNNFC
YVINNPLDWSYSYCLPLFIVSYRNHSEVDYVSKENYQN                                          
>Ehis_256_m00103                                                                
MSKSVILFDIHVYILLKLSLIQLLLNFDFLDYKLFIYSITHSIYKLDLNEFVKLSEEKQKEILCECVENYRKENQKNNKE
MFCCSVCYEEYTYKETFINECGHRFCIKCWRENIIQQIQSDWHQVHCMEQGCNCVVKIEDIMTHCLIQDICMLNMYCERL
TFKTFEDNICECPKCRCEMITFEKEYKTTCPRCKYLFCRKCGENWHEGKSCDEWKRNKEQEQEDLKWINQNTKKCPSCGD
RIQKNGGCNHMTCKCGYQFCWLCGVKYSSDHWTNNTTGCKQFT                                     
>Ehis_354_m00057                                                                
MQTNYPSIDFKLLLKSDIVTRKKLIKEYIDQRRMLLFYKRDDVVNCPICYNDVDQSFFYTNPRCGHSFCLSCVSEYANEK
IKQANGPILCPEKDCNEEISYNDLINYGIISDPELLEQYNSTLTRIRIDNDPDTLYCIKCGTPMIGEPGITMVRCVKCDY
CFCCKCNEQWHADCTCEQYQRWKRENGMGDDAFQVYVKKNTKLCPQCHSPIEKNGGCNHITCRCGFQFCWLCMQPYTKDH
WRVNRSGCTQYS                                                                    
>Ehis_369_m00051                                                                
MIVTMNEETKQIISKLPISSYRKKILSQIECLEKTQSLKIILSEIQDNAQLFDVGEPIVLSLMYDFGLNKIRLQEKFFDD
DNFLKKNGYLQKTKEWFAPKGQCFPNDYLSLKFVHYCGYSFEEESILNLMGRNFNRVISIGALKLNNGIISNALEYLNKN
LIGVKEHLRNDLSMFRGKILPPKTTLMKVPILSISPNFYYDLALRVLSENDIIETINNPIQLPNDLKVWFNELEKTWKKL
QTEREKKIEEEEKIETCEVCYEDKLPEEMIINRCGHSFCKECIFEYILTSMKENGKGIGNLKCLSSGCKCCISIDIVRVL



VDDYTFYKYCELLISSFIERDKEIICKYCSNEKCGKLLHYKGEYFGGAVTAICSCQNNMCLLCGSINHRPATCTMWKKWQ
ELIQKDGLNLKWIRKNSRPCPSCKTFIEKNGGCQWMSCYKCHCFFCWVCMQITNDHQHKPGQICTAYVPTKDKSEYINEE
TLSYITHYDLQNVGVKEAVNRNKTIINIINNRKNIASTLAPLYEASLVEIDAHTILRNLFVYSYNKKEKKELIEFQQKQF
QLHAELLTKRIQFLLKVEGITLQMMSDLVQFVKPIKESFDKIVLSIEEELEEE                           
>Ehis_470_m00038                                                                
MENEQLEDFIRNHLMIKTNEKEIEKNIIQLLELVRSYFSFECSLNNIFNKPKTEECPICFETREVGLMYSIEPCKHRFCL
CCLIEHVKQKATNGEWEIKCPEQECETIIPLSTLVNDGLIQEINVLNKLEMNGVQANLRSDSHTRYCPKCGYAIIGTRKT
PRIVCPQCSFVYCYNCKEEYHEGYSCKQYQQWKIDNGKGDEEFKKYVNTHCTRCPRCKIPVEKIKGCNFIRCDLKKGGCG
CGFCYACGKEVSHHSAHILKRNCSLSGEELPR                                                
>Acas_g1071                                                                     
MRRIEAQAARPSRWDDVPATTTRSELQPSRSRWDDTPTAPPARTNASRSLWDIQPPPPGFVRPPPGYIPLSARANMPPSN
NPALAFMSRQSWQPPRRIPPSWLPGTPLAGAGRDREVVLGPDGQQLPEEPRPCAVCDLYIDFLEVESGGDDDDKLESEEK
EEETEEKEKNEKANEEKNEGEEKRSEDDMEMENEGGEKANEKCNKEAEKKSEKNEWTHLPCQCKVCKECFSKYVSVRCAS
IGLTIFRANITPFACPSCGRGISTEAALANTTREVADRLDALALKHALSRMADLRFCPAPDCGNALWIDPATDHGPPGLA
GQTRCVLKCDRDGCGTEFCFDCRAPWHEGMTCEESLQARESAEDAAAAAAVAMPLSSEASDDQSLAIVPTAAAPVVRRRG
SAQGGLPLAPDTTWCANSAAPLRLAPQAQKPPAVGATSRQPESQPARPRQPKSHNAAPSARGPRHQPKPQPEAEPAEAQT
QPQPKPQPGERGPQPAQETP                                                            
>Acas_g1161                                                                     
MRAYKIIAFEDIISSQQTKAEKIHEVLGIANSFARILLVHYGWDEERLLSDFFERGIDYVYKSAGVVAPKENEDEEAGAD
KAPSDAGDDDLNPSAKCRKKEVACESCMDDVLEDNTTKLACGHRFCNDCYQTYVAMKINEGQANAITCMAYKCNTKLDET
LIPKLVDDPLVLKKYHKTLAESYVNDNPLVKWCTSTPHCGNAVEVLWGKQVEVQCCCHHRFCFNCLKDPHSPVPCKMVNQ
WMEKCEGEGETFKYISANTKDCPKCGSPVEKNGGCNLMTCRCGTFFCWLCGAQTGSAHTWEKIAGHSCGKYKEEKEKNAD
DARVSLQRYMHYYERYKAHNDSSMLEAQMRVQLLDKVSVLLEKTGTFTSYEEKWLARALDMLFECRRVLKWSYVLAYFIF
GPEGKKMVDQEANKAHKMLFEDHQEQLEITTEILSKKLETPPQEMTSDLHLDIMNITVLAERRCKGLFDIILSDIVAKGA
YGFDVSGYSFSMELSSLHSIQQRLGTPKEDESAPDDKAKGKEKEKEKEKEREKEMENAEVKAAPAVGLNSPVAKIARKRD
DNARDRLWEARRAHRGQAVAAVPQEVAVEPKKDKRKKKETKEEEEMLKKAMELSEEEMMRKAIEASEKEQLGMVTYETWL
DGEMDVFVEKGKNEEDEEDEEDKDDDKTTTTTKIKTKTKRAAAANKKRKRTETKGQGEQPDAEQELLRQAIAASINEF  
>Acas_g1516                                                                     
MSDMSEEEYFSEEEYVDDEDDDAEDVDEDDLGAVDDQALQETLTKQRSFEVISEDDMLKESRLLIDGVMEFLGIPNRAIA
ACLLRSYDWNRERLIEAYTEDPERVCKKAGVPSLNLEKPIESPNAISECLVCMDDYKNSDSFALPCGHRYCSTCWKNYLE
VKIADGPECITTKCMAPKCGSVVHEEAVKKIVDAKEFALYSKYLLRSFVDDNPKVKWCPAPHCSNCVRCERQNRQEAVAC
GCGFRFCFKCCDFEIGDHMPADCETVDLWQQKAADESENVTWMIANTKKCPQCRSPIEKNGGCMHMTCRKNAGGCGFEFC
WLCRGPWSDHGSHTGGYYNCNKYDKSNAKDEDSRAENVKTELEHYMFYFHRYESHKNAMKIADEQRKGADKKGTALMEKF
DVRAADTKFLLEATEQLINNRRVLQWSYVYGYYLDQDKSRVSEKNLYVYLQEDLEKHTNYLSELYERPTEKIADYQAFVK
WKEEVTNYTRVCQRFLQNFVEGVMGGLTVQEKY                                               
>Acas_g4253                                                                     
MRVFEFVKTEFLRGFTPEEEPPGAEAEEDASDDELASTENASPADASHIENQLREYREVWTSGALPISQILMVARQRRGF
ADYVDEFTSEVKRTLFVTGLHRDVGWHQISQFFAREVRAVKFYAEEAKDGETEASTLCALVEFHSSDLPIQRFRTKLEED
FGSDITVKQAKVCIRQALGIETEVMTRRARLAEQRLAEIEEQLRQSILDRFQLSSSLQEITATKTNLELKTDKLTEENSR
CKEKLMQRKWESEMLSRAFNSTKAKLSACTEAFSPSTSPYSSSSSSSSSSSSSSMMMIPHGARPSYHHRPTAREILADME
ALEAEINEEKMQKKAFKEAQRFALERESKSFALALMAAQHWREWAMAKAKRRQEEELTRQFLETEMKLKQQAIDEKEYSC
PICCTDYPIEEMYTLDKCYHRFCFECLGRFVLVKVQEGQTQNMKCPDPDCKEFMTPAEVRHVVDEETYSKYEEFTLASAL
NAMPDIRWCPKPDCKNAMIGGEENLMMVCSNSECRFSFCYKCKEEWHADATCEQYQQWRRENSEADAKYDEWVKANAKMC
PNCQAPIEKNGGCNHMTCKNCKYEFCWLCNAQYNKNHFGKMPWNCRQFS                               
>Acas_g5125                                                                     
MGNEHSKPRLRRRSTVGSNEHQGKQARHRQRRQQHRESGALLEEGWVILDNGGKGLNDGNDSVIISVAALEPLGGDGSGA
EESEEHRAEPSPNKEKGKEKEKAKENRRSGDEGDAGGVGHNDGDDFIAVGGDDHVGSNSAAERKAKERKEGAKAKKGHKK
GKKKEHKEHRKEKKSKKVVTTTPRASRDVAAADIMPDHRGGVEGEVHREYDDLPELVAEFDDNDADRLGDAAAVSIEEEK
KEEQKKKKKKKEKEKEKEHDEFDIVSEEEKRSEEEKESAGLELLVPSPLAPGQHDPLAATDEDDELKKGAENMDESFIER
YLAQLVEPSPDRAAKEEQKEERACLSCDRHFPASSPAFYPLANCVHAYCIDCLYNHLEQQLIRMEAERDDEPCVGKAKEL
EADVVSDDWMVAPKQQRWRRASKEDRAFFRFVCPHPTCGATVSIDDLKAGFDVFGSLLAKELEENGCAVDKNPAWNGDEV
QLLGEKEKHLLEQESLQRDVGEAVGDHHELMFEVDLALDDDGVRQHQHRENEEREDAARHPEGAGQLKKNENETEAAAPS
SNKLSNSMKLFLESNEGYVLCPNESCGMIFEHLPPTAEEKAYMKKQQPVDDDGEPIQGDALEHYFDKRFRCRDCSTVFCS
ACNLVPYHLGFTCADYKNYLVAQCCVVISRRTCPRTLSCATGDGDGDGKAEQPSGGELAADDIDKGKEKADGHSDEAEME
PFQPVFRAFEKELPEPNQVPGVFFWKRRRLLKERQQLEREKREHERNEAARVAVQMMEYETQRRQVQDRRLAERKLREEQ
QAQEREEARKRKRAELVQRLRDGKEANITTMYVCDRAECKKEVEKKCLWKHTECGHACCGVYNEQTCLRCLDPACAGDGQ
TKDDYCNICWVEDLGSKPSIALETCGHVFHLDCLLKKLEAGWPTAVISFSFLDCPLCNERLSHPLLAPHLKPFLELEEYL
TKMAVERLDMEGMKNDPGAKENPAKYAVDTFAFYLCYQCKAPYFGGKKECGRMLGDGGGEGEGGPAPAFNPKELICGACS
NTLGQADCRVHGDAYMEWKCRFCCSLATYFCGGKARFCTALSRSRSGYKYALYIT                         
>Acas_g5560                                                                     
MSDSEGAMSGEDYYEEDEYAEEEEDDMDEYTADDNEDEIEEEDDLIQEDIPFHEDDSVAREERGKLHRKHYRCLTQKELR
ELQDAHIRQANEFLNVNTALVRIVLKHFKWDVEKLLQQWMEEGKDNVFKKAGVQLHEEDEAPTEDKPQPPAKDATVKDCE



ICYGEISPDESYAVSCGHTFCGDCWGNYLTLKINEEGQKSSHLTCMGHKCNVRVDEATVEKLVAPDVFDKYMGFLLSAYV
DDHPLLTWCPAAGCGRAIKITPGPTNVGVLCDCQHLFCFECGQEAHAPATCGMLVAWKAKAKDGSETTNWLLSHTKSCPK
CGKPVEKNGGCNHITCPCGAHFCWMCLGLFDSVKVYQHSCNAFDDKNAFSFDAAQRAQAKLERYLHYSTRYDNHAKSKEL
ESKLMGTMKQKTIELGEMDTGNSSWIDLRYLEESTRQLFLCRDILKWTYVFAFFMFDKDEQTPAILKPFKPFVGPRDVAQ
AKEQFEYHQEELETTTERLSGLLEKTTTQILEDKNYRINVIDVTRLALNKFNAMFGSVEWIQEKVAMGSFQKEEKLMPAA
KKSKVEPKPASSASNNRAALFGSGRRRGNHRQQPPVPQPEPTEEDVEEELERVETDTGRRRRTAADEEEELRRAIEESMK
EFEPPTPAAGAGGGAVDEDEELQRAIQASLNDM                                               
>Acas_g6364                                                                     
MDLMSLVMETESARLRKSEPSRVHVFTLLYEEGLQRAQVRREVLEVLRLAREEERRRAALECMICGVKKSMKRLHFLESC
SHHSCRECLRSFVMQKVEAMNCLLSEDELERYLRASVEEVLLANKDRYLKCPNSRCKNIIEKVEDPAVTPNKLLAAHQGG
DEWTRGPQGEGGSDLSPEAAQHRDKYRFRCRECGTECCGSCQAVPYHLGLTCEQYALWLAAKRCRYCDIALDSPSSSTST
SSSTPSPSTSPSSPSPLQRQKRPRRHSIKGKERREREEDDSDSDGDGDEERHVREAVAATHAQERRQVVASDEKAAVVDC
CTAAECVAKAKLACVRGLSCSHPCGGIVGEALCPPCLHIDCAREGMQTGSDLCLICYVEELRAAPCVQLSCGHFFHFECA
KSKVSNGWSGSRITFGYLECPLCKQLMRHPALDPVLGPHLELFGVVKEKALQRLRLLSLEKCEAVTSPTSPFYGNPSGYA
LHRFSFYRCYKCKTPYFGGDKICEADQQAREFNPKDLVCGRCCDLTGINECPDHGREYIEYKCRFCCSIAVWFCWGTTHF
CDACHQNAAELITADKRELPACTCKIDHPPNGEEFSLGCSYCRALRE                                 
>Acas_g7387                                                                     
MMLATLISMGFDESISRQALAVSGNSSVDTALELILSGSLADMADVPQHYEEPPKPAQGLRGNTPKAAAAPPPEPLAFDP
CEITTDYDDYEQNSQPDKGKLRQSTEGTEGEDYEDLDFSDGAALGIPEREATKIKCFDERKLAEAAANEIRKIMSLTGFG
FSDSAALLKHYKWDAEKLTERYFEDPEKVAAAVGVVLDEHSDDPIEGDCLICGDEMTAEDASISRYLEVKIKEGEALGIP
CMMHKCGKVVDSNLVKRVVSPEAYKKYTHFITKGFVDQNPNMQWCPAPGCTNAVLCELSTELRVPCNCGYRFCFVCHGEA
HAPRPKCD                                                                        
>Acas_g7404                                                                     
MFNRRDRASRDLSSSSSSLYEAFGSKEEDEEDLSLVRSYLQHGQRASISSEGAWEREHKENNDERQRRRSVALEPGFAPA
SIFSSSNIRHGSSPPNSTRLEGMRDDVGGSSGPAQPLRVSQLIGHDQAGGPDLRASAINEQVQSFQQILEQGQQSRLTPA
QTNVISIHLGNFGQMISKLELLIDQHIDEPERLGTLLMLHESITDAIKAYEATIVAQYSDPAQDEFAGFSFDYHAWEEDQ
QRQQHEDTKEESEEEDDLDEEDDEDHEGKEEKECLICMDDFWLINDGKVLKLTCPNPTCAAAVEEDDLKNILTNKQFVRY
QQFYLLASLRNDPTVRWCPKIGCETAAHGSEEDCHMKCSSCSTEFCWKCNLEWHEGITCERARRQAQKGKKKMTRAERKA
ERYIKKKARPCPKCKTPIQKNDGCNHMTCQGCRYQFCWICMGEFQSYDHFSTGKCKGLQNWSSHWTKYGAYAGIGVGVAA
GVVVVTPIVIGLGIPALAIGLPIYGAYKLAS                                                 
>Acas_g8146                                                                     
MSPSIVAKSCAELLKQLVQSDVPLPAASADNSEPIECAICCDEKPPSEIYTYFQCDHRYCTECLREYYATHIKEGDVKLR
CPYPNCTTVVLPMQITAVVTDAALVQKYNQFAWFDQVKSNPNTRWCTKPGCETVLIRQDDAVDQKVVCSGCETVTCFLCG
DEWHEGLSCQGNRDRKVRLGLADTSVEDYAKKNVDDVRICKDGEAKWLKATVYTIIAVLVLTLPVWAGPAYVVYKVKQRK
KKRQLASAEMQTALHHRHTSKMTGNFNHPTTTAAADNNSQHTDNSSADYSANTNEAANIAARRGYEVNEKVLQRWEAKRR
SADGGGQFAWRISAPKQAGDREEVRMKALQLAALNAYKAATAPRPPYYVPTDRTARVERRS                   
>Acas_g9527                                                                     
MSGVVLFTEIMKRKEKRKKKEEQPTCLSISELLPDLPLKQIAAAVKRANGDQEQAVLLLLNEPELTSPQQPSTPTITTTT
TTDNTNSTAAAAPDQERAEQTGRRRRKSDEEEEEAMRMAQDESLALRLQQEDEEASLQAALRELELQERGGGEQQRNAEQ
EEKEKEEEKEEEREEGENRTRAEPIADKHEGDRYDCQICMEEYPYHEVFLIQGCGHGFCADCMTSYLTIKIKERSIAAPP
DPIAPSDIGYEFDILGPPRPAATAQAAPTAALSGDDVYGIRCPAFKCTHVLGYWDIQHCVSAELLNEFDTFILNKALDHI
PNMTWCPKGCGGGVEANDADAKFIQCVNPLCRFTFCKTCRSGHKPKITCETAAERRRLKREPVVRPGRGLTKEEKQDLNK
WARKKDVRHCPRCWTLIEKNLGCNHMHCIKCRQPFLWSDAPLYTRSRLNQVAQGKRP                       
>Acas_g9671                                                                     
MAATTSSSFGDELAGWSMDNTVGWLLDLPGLQHREALMIHLVQNDFDGTKLVQLFRTWQWDWERVRVAGGGEGGVRLGVK
GRPRDLVFNEADSKQLYYETIRLCGLDPGIVAERELDEAKKRKRMEEDDEKANQTGTGEEQTKKQQRDKSGKERTIIVVD
DDDDGDGVEKGKGGRNDSSVMDLTQDDGAVDEKERDREAHKQQQGTKDADGDGGSGEKSLRDVLVEMELAERRKREEEEQ
RTLEAIRRMEEEELAQGNGAADEKERDRKQQQGEKGEDGNGEGQEKSLRDILMEMELAERRKREEEEQSTLEVIRMMEEE
ERLAAEQRRLQREKEDEERAKDFARRMLEEERTRALEERKKQDDDTKKMIEDMLRLEAEEERKRKLEEEETSAQIAKELQ
AKEEELKEAHCEICMDDFDPMDKFIMGECGHYFCRDCALEYFKTSLNEFPIKCPHCGEAVSDDALELVLPADLFKKYEKF
RFERALQSDKDFCRCLTPDCENGVIIARDAGLPDKAWQWKCDVCTKKYCLKCNDDTHDSTCEAYQQWKKENGMADDKFQE
LVDTGVLKLCPHCNIRTQKTEGNMNKTARELVSGQQVEWVRPDDLVDQAFQKMAKHDLTALPVVEPSTGTAPGAIKGFVD
VVDLVAFLANVGTRIMTNPYGAGESRSIATDDVAILHRRSKEFRITNTVEISDYCKRNPLHKVNQNMSTKDLINFFGKSN
EYIHRVAVVDDNHNLIGVLTQSMLLRCIHGDLSQMREINDLKAGSLRMTEVNKLATVPADMVAFDAFMTMHKEGLSSLAV
VSGNGEIFENISATDLKGALTDFKRLLLSVRDYLAVTRAVVIGKKRAEGLVYCEREKSLVEVMNRINETRVHRLYVVDEQ
RKPVGVVSLTDICHSLQRVIA                                                           
>Acas_g9782                                                                     
MASKLRVNVFANDPGLRSTGGKCLIVPAGTAWGAVLALAGAKLGFAADAAKRLFTANGAEVEDVDEIMPNDVLYVSQGED
FGQPRSSAPAAPPAPQFPWTCPVCTFLNEAQRPKCEICAADPPTSGDGGAAAGGAGPKSVSFIGSSAAPPAAAVVETPAT
PLEAAEPEPLPLFLRKVRAPVLPGEEEEEEGYGSDDGDEDDEEEWTDEEDDDLWYDYQEYEDYRLAMQLQAQIAKEHAAK
KEEEENGLYECPICYDDKPLPQMYFIEACFHRFCMDCIKMHLEVTIKEGGLVKKDAVQVAKEGVITTTSNATDMGIRCPA
SGCANILTYNEIRHCATGILFEKFEEILLSRAIDGSKDMKWCPKPGCGNAIFRSARDDKLAVCSNGACGYTFCFECGEEY



HEAFSECSTYAEYLKESQYDGLSLARPLPLTNVVSVCRRHPADSRVHSAKSLSAAVAFHEWARTQDLRFCPSCHELIEKN
KGCDHMYCTKCNTDFSWSEALMYADAKSRSSHWQNEDKAALRIVGKWRPRPVPKRRSKGRRKGARRAGLVKPQASLPGVP
QTQQAISKATGSSSVRVSTKWEAWHCPDCGNPQWLNAAVPDTLMECEVCQRQFFSWESVRVTDKNILHNLTPPKENKRR 
>Acas_g9789                                                                     
MDEELAARAAEVAELRALYGPRKEWTELDAETILIKRTANYGRVELRVLLRLPASYPQARPSIRLKAVKGLSAEDCVVLQ
SLLTSQAIALKGGVMISTLIKSADDWLEDKILSATFGDSSSSPSPMQSTASSTTSSSSPTSSTASTAVTSEPESYAEVDD
ETLQDFKCLTALEIISFIGKEVQYVQELLKVPQTTARILLSHYMWNTERLVTDFLESPSRVFFSVRAAGGQNSGEAASAK
GKEKVGDDFDEDNEGADETKSGGDAEETFACPGCFDDSPNYTKLSCGHAFCNDCYKEYLSIKIKDGQADKIGCPAYKCKQ
TVPESVIKDLVDEDVFKKYNSFLANSYVENNPYVMWCPAPGCQYAVQATIKLNCTVTCQCGNSFCFKCKQEGHFPCTCGM
VEQWAKHSKAEKETFQYISKFTRDCPNCETAIEKNGGCNKMVCSYCNFMFCWVCMQDWSTHNFFYSCNRFDPKAKKKAAS
SKPSSSLLAAANASELFSHHYERFTAHDRARHFAAQIKAATQEKLRQLQEAASRLAASQGTQRDRHSENLLFASVNDAAA
LENDFVQSVNVLMQCRRLLKYSYVLSFVMADEVKANKKLTKKQGASTHSVAAAEPQTAKRQMPSKELFEFLQEDLEIATE
KLSEVLEGDLVAASSAGESDSETTVGADAAQQFFAKVSRKRADIMSAMKIARQRMRGLTDLIDREFVPEEDEEDTRGRKG
RKGVVGGLHPSSAANNVICIGEWSYPIGTPMALPAPTTGTAASAAKASEAELQKWRDQGFTVLDPRENTDDATEEKGYGA
EDDDEEEGDFEYIPEKILKKRVRKDDFGRPQPQYLVKWKGVPASEASWECIKLVNAFEKEKLEKAKANVARAKGQAAADA
EEKPAPKKKKVKKEKEDLDKKSKKGKEAELERLLEEQIKFISKQNMTSLHLLSEASLKNKSEEFIAEYYKNIKEQTGLIL
SWGANSDGVLGHTGGIEQLWPLAIESLSSVQVKMVAAGEFHSLCLTENGEVTSFGLNDQGQCGQPITKIAESSDLAAVAR
PRPIVLPDDLRKKTVVSIAAGGYHSALVTADGELYTFGRGGEFQLGHDTVMALGEGGNALHYRSNSAQTSYFQPKPTRLS
ALNGQVVKQVACGRFHSACVTEEGALYTWGRGANGQLGHGDMTDQATPKRVEAGIKDKIMVKVACGENHSAAVDSAGVIY
TTGGDESGQLGKGDEWICATHGEGCTGSGWSCQERIPTFLSILSVRHVQFVDIACGHGFCAAITNRGLLYTCSIDGVVSV
ACGDIHAAALTDKGQLYMWGSSEAGRLGDGRSTEGVTRTPKLVPAFADIHQARCLGVSIGPRHALAISSTSSSLPKTIGA
ALDSPDFADVSFMLEDRYTVRAHQAILTARSQHFRSLFAQRKAKQQRNTEIKVKKVTLETFKRLLEFVYRDHIAADMTKG
VATQLAQVARMFGMERLQAMCESFLEHEVAEVPKSHFVENMRSIFNDKESSDIAFSFPEEENGEDESMLIHAHRSILGMR
SEYFGAMWRSGMRETTQATIPITYADRKSFYFTMEFIYTDSITEQAGADVDINTGVSLLSLADLLELPRLRELAEKKTLC
KARVENCATLYHIAMLHRAELLKRYCMEIVFQQFAAVKRTSGFDELPHDVQDTLTKAHASWWKNRTSTLS          
>Acas_g11577                                                                    
MSAVESRSLRSSSSSGAIDAATSSRSVKRAAKGEKKAKKTKKVLDQVEGAVENGTSSSPPSSITASKEKKEKKEKKSTKK
AKKDDASTPTKKKKKSSTKSGATSAIGDATSSLSSSRSAPATSSSPATTRRKISNADDAAAEKERREREAVLVLPDGEWS
CSACTLFNPAHATACEACETKKPPAASAAAAFVSASSSSSVAATPKAAASPSKAADVSKDVKVVESSGGGKDKAVAETKK
KKKKGEGESGKKKQKNSKKTKDSKEKEKEKKSAKGKGKLKSSSSRSADASDFDDDDYEEDGDYFDDGEGGDDSEVDYISG
GDYSDDEVNAGLGWEEAEPEYSQAKEMFKIITRSELSKLQTKFIGSVAAELGVNKWDVALLLQYYKWDVTKLHAHYWDQQ
KKVLKEVGIKLKKKKKKKQDKNADVECLVCADDVKASKVFSLACGHGPYCDGCWQYHLSVVVKNSSAEGILNSTCMWPRC
PIKLNRKAFKKLALPEDFQRYEYFLMKSYVDNTKNLSWCPNPSCANLVLCTEDVGRPAELVRCTCGHQYCFACGMENHNP
VTCDQLSKWQQRNSDDQESIRLVMATSKPCYHCGIPTTRVDGCNHMTCRKEKGGCGGEWCWMCRGDWKSHGEHTGGYYSC
NKYDHSSAKDLDDEARLRFLSLASKMKSEADRYLHYFNRYFLHETAGKSVPQLRLKALEKQQQYRELTSGNPDFLIEAVD
LLAKCRHILKYTYVYGFYLPDGSRGKDFFEYLQANAEGITERLSDQVNAPISKLDATSFKNIIRVTGKYIDNMVKGIEDG
LGVEGLGKEDKQCAPQTITLAPSRKK                                                      
>Acas_g12814                                                                    
MAPSASTFDTTPVSLILDTASATRAVPSTQTILLSDRAKKKLRGLTSKREGGAILRVEVQSGGCSGFSYKFTVEDRPLTE
EDILIEEEGARVVVDDVSLPLINGATLDWDEKLIGSKFQMLANPHSAGECGCKQVNSLQQVLDEGQAGGFSSAQSNVISI
HLGNIFEMQSKLTVLINQYIDDPERLATFLLLHESISDAIQSYEATIAAQFGDDDEPPPREDEVEREHAQWARQFSDTDE
EQSTEKEEEEEEEEEDDMNDEDEDHEGSEEKECVICMDDFWWPGKRGYELKCGCLYCKPCLRSNYDVLINDGQVLKLTCP
NPTCAAPVDEDDLKNILTNKQFLRYQQFFLLASLRNDPTVRWVGCETAEHGSEEDCHMTCSKCSTEFCWKCNLEWHPGIT
CDQAKVQAQKGKQKVTRQEKRAEKYIKKHSRPCPQCLTPIQKNEGQLLTPLCFDRSFPPPTGADQFCWICMETYTPVHYS
EGRCAGLQFKPASRLLRGIKKTGQIGAYAGIAVGVTAGVVVVTPIALAVGIPTLAIGLPIYGAYKIVS            
>Atha_AT2G31780                                                                 
MSSSDRDIIDIESGEEDLYSDGGNDIIDIESGEEDLYSDGGNVSDDYNPVDDTISRSEKSYVVVKEEDILKLQRDDIEQV
STVLSVSQVESIVLLLHYHWCVSKLEDEWFTDEERIRKTVGILKEPVVDVNGTEVDIQCGICFESYTRKEIARVSCGHPY
CKTCWTGYITTKIEDGPGCLRVKCPEPSCYAVVGQDMIDEVTEKKDKDKYYRYFLRSYVEDGKKMKWCPSPGCEYAVEFG
VNGSSSYDVSCLCSYKFCWNCCEDAHSPVDCETVSKWLLKNKDESENMNWILAKTKPCPKCKRPIEKNTGCNHMSCSAPC
RHYFCWACLQPLSDHKACNAFKADNEDETKRKRAKDAIDRYTHFYERWAFNQSSRLKAMSDLEKWQSVELKQLSDIQSTP
ETQLSFTVDAWLQIIECRRVLKWTYAYGYYILSQERNKRVFAS*                                    
>Atha_AT2G26130                                                                 
MEEDDLNPAGKPLYRLYFKGLVTEEKEMLLAGFGVAICGDKDDLLFDLKVSIHDPTITLLEVELIALKSGLNQAVSLGIN
HISICCDHEYIFELVMGISTPKQESIALLLRDVQGIRKYLTSSIPVMLTQNQSNLAYDFAIEAISSEIIIDIPAQKETCN
ICLNDDINADQMFSVDKSGHMCCSECVKRHIEVRLLEGSLITCPHYRCNSLLTSVRCGNLLTPKLNKMWEQKTKDELIPV
MDRVYCPNPRCSTLMSETELSGLNIGVRRCCVKCGEPFCVKCKVSWHNNLSCDEYKTLHPNPTENDGRLRDLANEKSWRQ
CSKCKHMIELSSGCISVVCRCGHTFCYQCGADAGDCFHGLGRDDLDLTQCCGSCCCFVFFLVIIAIVVTIILLVRRFS* 
>Atha_AT2G25370                                                                 
MERHDQELRYQKRRLRPCSFPCRWIQRQRPATSDSNQRQQPATATSDNIHCSFVCRWTQRPITATIANNCRCVRLIAKNF
SDQKLRSLIAGDYRYFWSLNQRQANEQLLVVVAGFSRQRQANEQGLNSIITGDIPNSKGEGSSPAAKFMDNVVYRLCFKG
LVNYEAVADDVEKAVKAGFGVAICDEKDNLLHEIKESLRDIEISRRGVEIMALVRGLSESFDLGMRNVVIYCDDDWIYQS



IIGRGKSKKKIDHLVEEVQGILEKMACIDAVLVARNDVKFAFRLAREAIGRNSVDVNAEQGETCGIFFEETDVEHMFVTE
KCLHRHCFPCVKQHVKVKLRSGTEPTCLEYGCKFKLTLERCSKVLTLKLIEMWKQKMKEDSIPAAERIYCPYPNCSMLMS
KTELSSEADLSNVRTCVKCCGLFCIDCKVPSHTDLSYDDYKKLHPDPLVDDLKLKSLANDKMWRQCVKCRHMIELSHGCN
HMTCRCGYEFCYECGIEWQKRDKVIMMMKIAMMTTQNMIVKRICASAIMMKMVVVGMILKIFYDAPRDDQDVVYKYPSPE
QFFSEERNADGDDYIWDDYNNYGGLTGDKGGFDEGFFRDYYSL*                                    
>Atha_AT2G31510                                                                 
MDSEEDMLDAHDMESGEDDFYSGGTDDCNDSDDGEPDYGFVEEDADDSAMIASHRSQKNFCVLREEDIRRHQMDNIERVS
VVLSITEVEASILLRHFHWSVGRVHDEWFADEERVRKTVGILESHVVPPSDDSELTCGICFDSYPPEKIASVSCGHPFCT
TCWTGYISTTINDGPGCLMLRCPDPSCLAAVGHDMVDKLASEDEKEKYNRYFLRSYIEDNRKMKWCPAPGCDFAIDFVAG
SGNYDVSCLCSFSFCWNCTEEAHRPVDCSTVSKWILKNSAESENMNWILANSKPCPRCKRPIEKNQGCMHMTCTPPCKYE
FCWLCLGAWMDHGERTGGFYACNRYEVAKQEGQYDETERRREMAKNSLERYTHYYERWASNQTSRQKAMADLQQAQMQNL
EKLSDKQCTPESQLKFILEAWLQIIECRRVLKWTYAYGYYLPEHEHAKRQFFEYLQGEAESGLERLHQCVEKDLVQFLIA
EGPSKDFNDFRTKLAGLTSVTKNYFENLVKALENGLADVDSHAACSSKSTSSKSTGCSSKTRGKGKGSSRTGGSSRNPDD
NL*                                                                             
>Atha_AT2G21420                                                                 
MEKHDLTLISKKRRIDFATTGDIPNLKGEGVSMVAESASASNIFADSLVYRLFFKGLVSDETTTDMEEIVKAGFGIAICD
EANTLLYNMKKSLNGDDVINPEEVEIKALICVLNVSIQMELRNVMICCGDYQIFQILTGRGKPQQNIVHLVEQVQHLRGK
LSSTEVVLVPRADVIILAIEAIGGETCCICRENTDADRMFFTENCFHRQCFSCVNRHVQRMLLCGISPTCLHFPCNSELT
FESCSKVLTPNLIEFWKRKIEEDLVPAADKIYCPYRRCSMLMSKTALSRETDQSNVRACIKCCRLFCIDCKVPSHAGLSC
VDYKKLNPDPLYDVKLKSLANKKKWRQCVQCSNLVELFEGCNHITCRCGFEFCYVCGKEWNQRGCLSPGCDDDDDDDDDD
DDDDDDDDDDDDDDDDDEDDEDDGYIDSDDDDVDGDDNDDGSELDGINFEDFAVHLPKDVNEQKDESN*           
>Atha_AT2G19610                                                                 
MDNHLELAIKDAITADDLKRVDQETQHPLLAQELDLDSLENPPRATTHTYRLYSKGLVSEELIKDDTMLVVGLGLSLCDS
HDYTKQEINKALRNQKLAAHPEAAELAAIIHGLKWALELGIERIQFFCDDSNILAYVTRKAAPNESIVAKLLEHVSLLQT
RFTSCQALATVSRDDIVSVIKLAKDAIASQTRWCEGDTEYESCPVCYAYVSPNDKFEVQGCFHRICVTCMRKPFSSEQIL
RGNTAICPYPDCENDLVPEDCRAFADADAITLMIQRKKEKAIPVKDRVYCPNPSCSFLMSDLDLIRHISKNPRHSEEARK
CMECGLSFCKKCHVPWHYKKTCDEFKKSESYLKSDAAILESFVKTQGWKKCSQCQSIVQHGGGCQQMTCRHCKHEFCYTC
GAPCKKKKLTCKCSRSGK*                                                             
>Atha_AT2G16090                                                                 
MDDNLSGEEEDYYYSSDQESLNGIDNDESVSIPVSSRSNTVKVITKESLLAAQREDLRRVMELLSVKEHHARTLLIHYRW
DVEKLFAVLVEKGKDSLFSGAGVTLLENQSCDSSVSGSSSMMSCDICVEDVPGYQLTRMDCGHSFCNNCWTGHFTVKINE
GQSKRIICMAHKCNAICDEDVVRALVSKSQPDLAEKFDRFLLESYIEDNKMVKWCPSTPHCGNAIRVEDDELCEVECSCG
LQFCFSCSSQAHSPCSCVMWELWRKKCFDESETVNWITVHTKPCPKCHKPVEKNGGCNLVTCLCRQSFCWLCGEATGRDH
TWARISGHSCGRFQEDKEKQMERAKRDLKRYMHYHNRYKAHIDSSKLEAKLSNNISKKVSISEKRELQLKDFSWATNGLH
RLFRSRRVLSYSYPFAFYMFGDELFKDEMSSEEREIKQNLFEDQQQQLEANVEKLSKFLEEPFDQFADDKVMQIRIQVIN
LSVAVDTLCENMYECIENDLLGSLQLGIHNITPYRSNGIERASDFYSSQNSKEAVGQSSDCGWTSRLDQALESGKSEDTS
CSSGKRARIDESYRNSQTTLLDLNLPAEAIERK*                                              
>Atha_AT2G31760                                                                 
MDYSDDDMIDNESGEENNSDGGGNESYNYNAAVDTIILSEKSYVIIKEEEILKLQRDDIERVSTILFLSQVEAIVLLLHY
HWCVSKLEDEWFTDEERIRKTVGILKEPVVDVNGTEVDIQCGICFESYTRKEIASVSCGHPYCKTCWTGYITTKIEDGPG
CLRVKCPEPSCYAVVGQDMIDEVTEKKDKDKYYRYFLRSYVEDGKKMKWCPSPGCECAVEFGESSGYDVACLCSYRFCWN
CSEDAHSPVDCETVSKWIFKNQDESENKNWILANSKPCPKCKRPIEKSHGCNHMTCSASCGHRFCWICGKSYSDHYACNN
YVEDADHDKRTLLQSEIKRYTHYYVRWVENQSSRLKAMSDLEKFQSVQLKQLSDNQCKPKIDLQFIVDAWLQIIECRRVL
KWTYAYGYYLDNLAKRPLFEYLQGEAETGLERLHHCAENELKQFFIKSEDPSDTFNAFRMKLTGLTKVTKTYFDNLVKAL
ENGLADVTKSSEESADFLETQKLYDAYISEGCFF*                                             
>Atha_AT2G31770                                                                 
MDFSDDDMIDNKSGEENYSYGGGNESDDYNDVVDTIIPSEKSYVILKEEDILKLQRDDIERVSSILSLSQVEVIVLLLHY
NWCVSKVEDEWFTDEERIRKAVGLLKEPVVDFNGGEKDKKCRKVNIQCGICFESYTREEIARVSCGHPYCKTCWAGYITT
KIEDGPGCLRVKCPEPSCSAAVGKDMIEDVTETKVNEKYSRYILRSYVEDGKKIKWCPSPGCGYAVEFGGSESSSYDVSC
LCSYRFCWNCSEDAHSPVDCDTVSKWIFKNQDESENKNWMLANSKPCPECKRPIEKNDGCNHMTCSAPCGHEFCWICLKA
YRRHSGACNRFVVEQAESKRALLQSEIKRYTHYYVRWAENQSSRLKAMRDLEKLQSVQLKELSDNQCTSETQLQFTVDAW
LQIIECRRVLKWTYAYGYYLQDLPKRKFFEYLQGEAESGLERLHHCAENELKQFFIKSEDPSDTFNAFRMKLTGLTTVTK
TYFENLVKALENGLVDVTHNEFPPDNETKSTQEKYEEYQDYEDDFLETQRLYDEALLSGCYYD*                
>Atha_AT2G25360                                                                 
MALIRGLRESFDLGIRQVVVYCDDQLLYQYIVGRGKIKKKVVHLVDEFQLLLEEMTYTDADLIALNDVNFAFKLAREAIV
SRDDVKAEICSICFEETEGERMFFTTEKCVHRHCFPCVKQYVEVKLLSGTVPTCLDDGCKFKLTLESCSKVLTLELIEMW
KQKMKEDSIPAAERIYCPYPNCSMLMSKTELSSESDLSNDRSCVKCCGLFCIDCKVPSHSDLSCAEYKKLHHDPLVDELK
LKSLAKDKKWRQCKMCRHMIELSHACNHMTCRCGYQFCYQCEVEWKNDQKTCSSGCLLTGHGYYDDYDYNEPEYDFEVDT
CNYYSDEEAMTRREMIRMWNTEQFFSEEENADGNDDNWDDYNNYGGLTVFWRL*                          
>Atha_AT2G26135                                                                 
MEEEGTLVRADNLKHAGTPSPSKFSPYSLYFKGLVSEESPKLSAEFRVAICGYKDGLMFQMKGPIHDSAITLLEAELMAL
KYGLSEAVTLGINHISICCDNNQIFEWVMGRSTPQEENIAMLIRDVQGIRKQFTSSIAVLIDVPALFHPKKTCTICFDDD



INADMMFYIDQCGHMFCSECVKRHIEVSLLQGSLITCPSYRCKSKLTYGSCVNILTPKVKEMWIQRMGEDSIPVTDRVYC
PNPTCSALMSVTELDQLTGSKRCCVKCGESFCIKCKVPWHDNLSCKRYKKLHSNRTTNDKQLNELANQESWRQCSKCKHM
IELTQGCVRVICRCGHEFCYGCGADAGCCSHGHVPYFSVERREPEVQALVLIGVVVVTMIFFFR*               
>Atha_AT4G19670                                                                 
MENQEDSCECEELPLNHLGDEEEFRSCCGDEELWLKGSDDIAKVVEEEKKDDLDDEFSVKMVFKGVSIFERGDLGSGYSG
IGVVLERSGDLELIQVQKKLDFYVEESVANYLALMDGLEVALQNNLSSVVAVTDSELLYNQITREEQLEIPLLVALRERV
LEKTSNLNGFVLKLAPFCDLDEALSLAQVAVGIVSSNLDGDKPIENCSICCEDRQSEMMLSLKCTHKFCSHCMKTYVEGK
VKTSEVPIRCPQVQCKHYLSAAECKSFLPVTTFKSFEEANVCSKNNGKIYCPYPNCSFLLDPQECLSSGRASSSSSTQSE
NSCCVECPVCERFVCVDCGVPWHASMSCEEFQILPVDERYPDDITLHRLARYKRWRRCQQCRIMIELAQGCNHMTCRCGH
EFCYSCGAEYREGQQTCTCAFWDDDEEEQENAVEENTIQEVEQWPWDTFNSIPTVMDAYSEQERSQLALIQRFLAGGGFS
LSDHHTTYQSPPPPCTESSYVEAAMKDLHQLPWLERFVSVISDDYYEEYNSQ*                           
>Atha_AT4G34370                                                                 
MDDYFSAEEEACYYSSDQDSLDGIDNEESELQPLSSKRSNTQVITQESLLAAQREDLLRVMELLSIKEHHARTLLIHYQW
DVEKLFAVFVEKGKDSLFSGAGVTVFDYQYGNSSFPQSSQMSCDVCMEDLPGDHMTRMDCGHCFCNNCWTEHFTVQINEG
QSKRIRCMAHQCNAICDEDIVRSLVSKKRPDLAAKFDRYLLESYIEDNRMVKWCPSTPHCGNAIRAEDDKLCEVECSCGL
QFCFSCLCQAHSPCSCLMWELWRKKCRDESETINWITVHTKLCPKCYKPVEKNGGCNLVRCICGQCFCWLCGGATGSDHT
YRSIAGHSCGRYQDDKEKQMERAKRDLNRYTHYHHRYKAHTDSSKLEDKLRDTIHEKVSKSEKRELKLKDFSWVTNGLDR
LFRSRRVLSYSYAFAYYMFGEEMFKDEMTPEEREIKKNLFEDQQQQLESNVEKLSQFLEEPFDEFSNDKVMAIRIQIINL
SVAVDTLCKKMYECIENDLLGSLQLGIHNISPYRSKGIEQAAQFYASWNSKDADKFQPLDSGTSGVTSRPEQASGSRSSE
DTICSSSQKRPKKEGSFLNNKVTLLDLNLPADFVDQN*                                          
>Atha_AT4G01020                                                                 
MRNSFPPSDGGRSTTDRRQQSFPSSSTNRYNSRSAQSSPPLNHCTTWNQQHSQYHNTNFPPNYRRDRAPSSGFSPPVTRA
RPNFIVQLLHPAAANSDTKLSKKQEIESIALLCEIPEESVHVPQFGCIAASFSFRQWVDARSAVVALWDYRLQGRHDFVP
ELIPNVVVPSDMDELKDRLRDLFSSHVLSLMENGQGVKKVRMEIDDKSRQVASFSSKRGLKFEVFEKKKALEAERDLVVN
RLDEFNNAMKSILRYLIGQDGYEFDVDDEDDEDVAVFSLEGAYDWRRIHYLILRECRRLEDGLPIYAYRRQILKKIHCEQ
IMVLIGETGSGKSTQLVQFLADSGVAASESIVCTQPRKIAAMTLTDRVREESSGCYEENTVSCTPTFSSTEEISSKVVYM
TDNCLLQHYMKDRSLSGISCVIIDEAHERSLNTDLLLALLRKLLSRRIDLRLVIMSATADANQLSQYLFDCGILHVNGRN
FPVEIVYSPSGTEENSVVGRIASYAGDVVKMAVEIHKTEKEGTILAFLTSQAEVEWACERFVAPSAIALPLHGKLSFEEQ
FMVFQNYPGRRKVIFATNIAETSLTIPGVKYVIDSGMVKESKYEPRTGMSILKVCQVSQSSARQRAGRAGRTEPGRCYRL
YSKTDFDSMNLNQEPEIRRVHLGVALLRMLALGIDNIAAFEFVDAPVPEAIAMAIQNLVQLGAVVEKNGVLELTQEGHCL
VKLGLEPKLGKLILGCFRHRMGKEGIVLAAVMANASSIFCRVGNFDDKMKADRLKVQFCNDNGDLFTLLSVYKEWASLPR
DRRNKWCWENSLNAKSMRRCEDTVKELEICIERELTLVSPSYWVWNPNEGTKHDKYLKMVILASLAENVAMYTGYDQLGY
EVALTSQQVQLHPSCSLLAFGQKPSWVVFGELLSIVDQYLVCVTAFDFEALYMLDPPPPFDASQMDERRLRVKKVVGCSS
TVLKRFCGKSNRSLLSIVSRARSLCSDERIGIQVDVDQNEIRLYASPLDMEKVSALVNDALECEKKWMRNECLEKYLFHG
RGQIPIALFGSGAQIKHLEVDQRFLTVDVHYYGDDVVDDRELLTFLEKKIDGCICSIYKFAANKQDCDEKEKWGRITFLT
PESAMKATEIQKFDFKGSVLKVFPSLSTGGGIFKMPYFSSVTAKIRWPRKESSGRGCLKCPSGDIHSILGDITSLEIGTN
YVHIQRDQLSNDSILISGLGDLSEAEVLDVLEFRTQRRDLNFFIFRKKYSVQCPSPTACEEELHKRIFARMSAKNPEPNC
VQVQVFEPKEDNYFMRALIKFDGRLHLEAAKALQELNGEVLPGCLPWQKIKCEQLFQSSIICSASIYNTVKRQLNVLLAR
FERQKGGECCLEPTHNGAYRVKITAYATRPVAEMRRELEELLRGKPINHPGFTPRVVQHLMSRDGINLMRKIQQETETYI
LLDRHNLTVRICGTSEKIAKAEQELVQSLMDYHESKQLEIHLRGPEIRPDLMKEVVKRFGPELQGIKEKVHGVDLKLNTR
YHVIQVHGSKEMRQEVQKMVNELAREKSALGEKPDEIELECPICLSEVDDGYSLEGCSHLFCKACLLEQFEASMRNFDAF
PILCSHIDCGAPIVVADMRALLSQEKLDELISASLSAFVTSSDGKLRFCSTPDCPSIYRVAGPQESGEPFICGACHSETC
TRCHLEYHPLITCERYKKFKENPDLSLKDWAKGKDVKECPICKSTIEKTDGCNHLQCRCGKHICWTCLDVFTQAEPCYAH
LRTIHGGIGLVELGVPEHPVAQPVHRL*                                                    
>Atha_AT1G05880                                                                 
MDNNSVIGSEVDAEADESYVNAALEDGQTGKKSVQRNYATVLTEEDIRALMEIDVQSVSDFTSLSKAEATLLLSHLRWNV
DCICKQWSAGAQSVRDSVGLLELDPPSDDNEYFCGACGESHPHKNLASVSCGHRICTRCWTSHINKIISEKPAAEWNLWL
KCPVRVGLHASCPASVGLDTIERFASKREKFNYNQYLLRSYVDNRETMKWHPIQGSRCAIDLSPGSGNASVSCHRLVRFC
WNCREDAHSPVDCKTAAKWLLENAVPCPKCKLRIPRNQDNSLKMKCLPCNYVFCWFCHVDWIEDMEGTGGDLHFCTFDAV
LSDQRGKMSESDSNRYEDCYENWDSNELLMQKEQANLPKLDTIIQELSNTQLENVSQLKFILEAGLQIIECRRVLEWTYV
YGYYLREDEVGKQNLLKDTQERLKKFVENLKHCLETNLQPFRYEEEPSKDFNAFRIKLTELTSLTRNHYENVVKDVENGL
ASVVSEGEASGSGRNQ*                                                               
>Atha_AT1G65430                                                                 
MEADDDFYSGTENYSDYADSDEDDADGEYEFVDDAADDSDDLIFRRRQQNYSVLSEADICKLQEDDISRISTVLSISRNS
SAILLRHYNWCVSRVHDEWFADEEKVRDAVGLLEKPVVDFPTDGELDCGICFETFLSDKLHAAACGHPFCDSCWEGYITT
AINDGPGCLTLRCPDPSCRAAVGQDMINLLAPDKDKQKYTSYFVRSYVEDNRKTKWCPAPGCDYAVNFVVGSGNYDVNCR
CCYSFCWNCAEEAHRPVDCDTVSKWVLKNSAESENMNWILANSKPCPKCKRPIEKNQGCMHITCTPPCKFEFCWLCLGAW
TEHGEKTGGFYACNRYEAAKQDGIYDETEKRREMAKNSLERYTHYYERWATNQSSRQKALLDLKKMQTDDIEKLSDIQCQ
PESQLKFIIEAWLQIVECRRVLKWTYAYGFYIPDQEHGKRVFFEYLQGEAESGLERLHQCAEKELLPYLDAKGPSEDFNE
FRTKLAGLTSVTKNYFENLVRALENGLSDVNSHDAYDRTSSSKSLGGKTKGSSSKASSSDSSHWPCEYCTYVNPRSTTIC
QMCEHGR*                                                                        
>Atha_AT1G05890                                                                 



MDSDDDMHDMDSVDYDYYSGGTYDDNDSDETDFGFGEADTDDAAIIASYRSKVASILVSCFGLLLQRWRMLEAVFCLFVC
FFFFGLRLLLYSCNSNYVVLKEEDIRRHQNDDVGRVSAVLSITDVEASTLLLHYHWSVSKVNDEWFADEERVRRTVGILE
GPVVTTPDGREFTCGICFDSYTLEEIVSVSCGHPFCATCWTGYISTTINDGPGCLMLKCPDPSCPAAIGRDMIDKLASKE
DKEKYYRYFLRSYVEVNREMKWCPAPGCEHAIDFAGGTESYDVSCLCSHSFCWNCTEEAHRPVDCDTVGKWILKNSAESE
NMNWILANSKPCPKCKRPIEKNHGCMHMTCTPPCKFEFCWLCLNAWTEHGERTGGFYACNRYEAAKQEGLYDEAERRREM
AKNSLERYTHYYERWASNQVSRQKAMGDLQKMQSEKLGKLSDIQCTPESQLKFIAEAWLQIIECRRVLKWTYAYGYYLQD
HAKKPFFEYLQGEAESGLERLHKCVEKDIEVFELAEGPSEEFNHFRTKLTGLTSITKTFFENLVKALENGLADVDSQAAS
SKPANSKPSSKTKGGGKGKGSSKNGGSSRNPDGN*                                             
>Atha_AT1G32340                                                                 
MRGTHGGSGRNHDRRYIRRDAGIVNPVNDHPKSEHQKEDTTSTDLSSAAAFPSTSQPIQNLDHSTKPSKSHRNRRSRGSN
SKPRPVEKPEVNFAESDVVDCLADELSRLKVKQNSHSVNMEEKFHHSSSDHSNCEESELKRAESEEIADGVDEYETKEDI
MLTILKDLRSSVSEPELTEEQLKMNDQLQEDELLALGYIYGGNMFIFDRYNDMRYFQVHVNVEATSEYTISTKLNLQADS
SKESEDFLYSFKAQHLPPIVLKCLLPKAYPSHLPPYFLISVQWMNPDKISSLCSKLDSLWSEQPGQEVLYQWTDWLQNSS
ISHLGFDNEIVLGPYGVTCSRDKRAVSGSRSPDSDIPYIRSYDDEKRHDSFLQSLHECCICFSESAGIDFVKLPCQHFFC
LKCMKTYTDIHVTEGTVNKLKCPDSKCGETVPPGILKRLLGDEAYERWETLMLQKTLESMTDVAYCPRCETPCIEDEEQL
ALCFKCYFSFCTLCKEKRHVGVACMSPELRLQILQERQDSSRLGEEQRRKEKEMINEIMSVKVIMKSAKQCPSCKIAISR
TGGCNKMVCNNCGQYFCYRCNEAITGYEHFSEGKCELFPQEAIQEWNEMMNERQVIGQIQAQLFAQGGQFPQRGQLCPNC
RQFNGKAGNNNHLFCWACQAHFCYLCKKVVKKSAQHYGPKGCKQHTDG*                               
>Atha_AT3G53690                                                                 
MATQSVNAVIVDLPGDVNDDGDNSDCFIFSTPPLSARGSTKRDAISVENYDRDRKLQRLWVYPPHKTVIKSESPIYIDLD
LYDDEDDDIRILCFAPPIHREKGQSSSSKTATFDCEICVDSKSIIESFRIGGCSHFYCNDCVSKYIAAKLQDNILSIECP
VSGCSGRLEPDQCRQILPKEVFDRWGDALCEAVVMRSKKFYCPYKDCSALVFLEESEVKMKDSECPHCHRMVCVECGTQW
HPEMTCEEFQKLAANERGRDDILLATMAKQKKWKRCPSCKFYIEKSQGCLYMKCRCGLAFCYNCGTPSRDHTHYCYNCKR
*                                                                               
>Atha_AT3G27720                                                                 
MDDEYMSLEEEEDNCYPSEFDDHDQMCSNAEESDLQHSREPTSQVMEFLSVTENQARTLLIQYQWNVDKLFSVYTDQGKD
VLFSRAEEEEGEDKEEEEGGEDEEEEEGGEDEEAEEGGEDEEAEEGVEDEEEEEDEKDDEVQLVSTELAEKFDRFLIESY
VEDNNMVKWCPSTPHCGNAIRNIKDDGDVDEVECSCGLQFCFSCLSESHSPCSCLMWKLWKKKCEDESETVNWMTVNTKL
CPKCSKPIQKRDGCNHMTCKCGQHFCWLCGQATGRDHSYSSIAGHSCGRYKEEKVRQLERAQRDLDRYTHYHYRYKAHID
SLKLEDKLKKSILKKAVLNSETKDQKVFKEYSWIIDAVNRLFRSRRILSYSYPFVFYMFGKELFKDDMSDEERNIKKNLF
EDQQQQLEGNVERLSKILEEPFDEYDHEKVVEMMRHLTNLTAVVDNLCKEMYECIENELLGPLISGIHNIAPYRSKGIEQ
AAEFSASSACGSS*                                                                  
>Atha_AT3G45470                                                                 
MKGETCVICLEETKADRMFVMDKCLHRHCYPCVNQLVEVKLRNGTVPTCLDYECKLKLSLENCFKVLKPKVIELWKHMMK
EESIPLAKRIYCPYINCSTLMSKTEISRSNKSNDRACIKCSGLVCIDCKVPWHSDLSCAEYKKLHPDPVLDDLTLKLLAN
DQKWRQCVKCRHLIELNQGCNHMTCRCGYQFCYKCGVEWKKGQVTCPTGCPRTGQGYFYDGE*                 
>Atha_AT3G43750                                                                 
MEESTLVPSGAIYKLYFKGIVIEETSQLLAGFGVAIFDQDDKLLFQMKRPIHGSDITVLEAELTALKQGLTETMKLGLDR
ISICCDHDHIYELVMGRSTPEQDNIAMLMNDVQRMRQQLRYSNPILVTRDQISFAYKLAMETVVSEISICMPATCSICFN
NVLEAEKMFSVAICGHQFCVECVKHYIEVKLLEGGVPRCLDYQCESKLTLTSCGNLLTPKLKAIWKQRIEEELILVAERV
YCPNPRCSGLMSKTELSTSTEEDVSTRTCCVKCGEPFCINCKVPWHSNLSCDDYKRLGPNPTKNDIKLKVLANQQKWSQC
AKCQHMIARIEGCNVIICRYHHRYIL*                                                     
>Atha_AT3G45570                                                                 
MEDDPKPAGEIKIESYSLYFKGLVSEETTELLAGFAVAICDKDDNLLFQMKEQVHDSRVVTLMEVELMALKRGLTEVVRL
GIDHISIYCDHYQIFELVMERSVSEQENILMLMDDVQRIRKRLTSSVPVLVMTRNQIEFVYELAMETIVSEIRIDMPDHN
KTCSICSGDNIEPEQIFSVALCGHEFCMECVKQHIEVKLLSGGVPRCLHYQCESNLTLGSCGNILTSKLKAMWELRIEEE
SIPVAERVYCPNPLCSSLMSVTKLSNSTREDVTMRTCVKCGEPFCINCKLPWHSNLSCNDYKSLGPNPTADI*       
>Atha_AT3G45480                                                                 
MAPNPTGKPSPDGSSSDSYNLYFKGSLAGFGVAIYREEDDSILFKKKVSLHYPDFTAWEAELMALKLGLTKAVSFRINHI
SMFFDNPEIFELVMGRSVPKDKKIALIMDEVQRIRQQFSSSIPFLVASNEIKFVYKLAKETLVSNISIPRPQKKTCGNCF
NDGIKGENMFSADLCSHYFCVECMKEHIEVSLNEGGLPRCPHDGCTSNLTLRSCDHLLTPKQREMWEKRIKEESIPVCDR
FHCPNPRCWALMSKTELTESTEEDGVRRCCYKCRKHFCINCKVPWHSNLSCKEHKSSGREPITTVWRQCRSCLHKIKLSE
ERMPVTCRCGYKFCYACGAQWKLGGCCSHHLQEVMDWVAIVLIFLAFVSLLVVSFMLIVKYS*                 
>Atha_AT3G45555                                                                 
METIDCEISLLVDPETCSICFNDDFKSEQMYYVALCNHKFCLECMKRYIEVRLLEGTVLICPYYQCESKLTLKSCFHILT
SKLKAMWEQKIEEESIPVTERFYCPNPRCSALMSKIELSKSTLEDGFVRCFQCGERFCINCKVSWQSNLSCDNCKKLGNN
PTSDDKMLKVLANEKKWRQCEKCQHMIKLSEGCIHVTCMYLSNHFLNYNPFKF*                          
>Atha_AT3G27710                                                                 
MDDDYMMLDDDYGEEEDENYSEDDNYSEAEVDLQPVTSTKSTSQVIKKESLVAAQKEILVRVMELLSVKENQARTLLIYY
QWNVEKLFSVFADQGKDRMFSCAGLTVFVPSLVTSKKTMKCDVCMEDDLPSNVMTRMECGHRFCNDCWIGHFTVKINEGE
SKRILCMAHECKAICDEDVVRKLVSPELADRYDRFLIESYVEDNNMVKWCPSKPHCGSAIRKIEDGHDVVEVGCSCGLQF
CFSCLSESHSPCSCLMWKLWKKKCEDESETVNWITVNTKLCPKCSKPIQKRDGCNLMTCKCGQHFCWLCGQATGRDHTYT



SIAGHSCGRYKDEKVRQLERAQRDLDRYTHYHYRYKAHIDSLKLEDKLRKSILEKAVSNSETKDQKVFKEYSWVTDAVNR
LFISRRILSQSYPFAFYMFGEELFKDEMSEKEREIKKNLFEDQQQQLEGNVEKLSKILEEPFDEYDHEKVVEMMRHLTNL
TAVVDNLCKEMYECIENELLGPIQFGNHNIAPYRSKGIEQATEFCAESSDCGSSGSS*                      
>Atha_AT3G45580                                                                 
MEEESTLVRAEDPKHVGRVSSEIKPDSYRLYFKGLVSEETVELLAGFGVAICDKDDNLLFQMKEQVHDSRVTVLEVEIMA
LKRGLTEAVGLGIDNISIYSDHYRIFELVMEKSASAEENFALLMDNVQHIRQRLTSSFPVLVTRNQIKFVYELAMETIVS
EISIHIPDHDKTCSICSDDNFEPELMFSVALCGHEFCVECVKRHIEVRLLAGGVPRCLHYQCESKLTLANCANLLTSKLK
AMWELRIEEESIPVEERVYCPNPRCSSLMSVTKLSNSTREDVTMRSCVKCGEPFCINCKLPWHSNLSCNDYKSLGPNPTA
DDIKLKALANQKMWRQCENCKNVIELSEGCMHITCRCGHQFCYKCGAKWITGRVFCTHSRPPYTPSMTSHEEELEKYIGD
LRRGTQDD*                                                                       
>Atha_AT3G45510                                                                 
MERSVPHHEKFALLMDDVHRIRQQFTFSIPILVTGKQANFTYKLAKETLVSRNIRPMPRTTQKKTCGICFVDDIEGQEMF
SAALCSHYFCVECMKQRIEVSLNEGGVPRCPRHGCKSALTLRSCDHLLTPKQREMWEQRIKEESIPVCNRFHCPNPKCWA
LMSKTELTESTDDGVRRCCSKCRKPFCIDCNVSWHSNLSCKEYKMKGNKATTTVWLYVLLCMRNPMEAWRLLSSSPIGDE
TGGRFYGLHCPHFSFFP*                                                              
>Atha_AT3G14250                                                                 
MGSSSSSSSTKVDTDMLVDETYLSALFDYDEIFPIADESYATEIHLQEAMFSSFGASTVGVNHHPQVHRNLVTLVKQEPE
IKAENEPMEPSRRLCMICMDEKPSSDIFRGTTNCTHAYCTDCTVRYVATKIKENASRIKCPDVECTRLIEPYTCRDLIPK
DVFDRWEKILCESLISSWDKFYCPFKDCSAMMVNNENGDANVTQTECRSCHRLFCVQCKVTWHAGIGCDEFQRFGNTKKK
SSDEDDALLIQMAKNKQWRRCPSCKFYVDKVEGCQHIKCRCGYQFCYGCGSVWSSSHACQIRI*                
>Atha_AT3G45540                                                                 
MKGPIHHDSNITPLEAELTALKRGLTEAVMGRCVPEENKTALLMIDVQRIREGFKSSFPIFVEGKRISYAYKLARETIVS
EISISVNPPRQPKATRKTTCKICLDDDINENQMFCVGKCRHRFCSDCMRRHIEVRLLEGSVMRCPHYRCKTTLKFGGCIN
LLTPKIREMWQQRIKEDLIPVTGRIYCPNSRCSALMSETELSISTKEDEVRRCCFKCGQIFCIKCKVSWHSNLSCNDYKK
LNPYPTENDGKIKALANQKRWRQCGKCQHMIELSKGCVQVKCRCGHKFCYRCGVQAGGCKHGHGLPPRPPPPPPSPPPTP
VNICCIFFISSILFGLFVYIFLLINRKH*                                                   
>Atha_AT3G45460                                                                 
MEKEGTLERDYGRNPTGKPSPGDFHSDTYNLYFKGLVREKTSAQLSAGFEVAIFREEDEYLLFQMKGSLHDSTVTVLEAE
LMALKRGLTEAVSLGINHISICCDRLELYELVMGRLAPEKENIALLMDDVQCIRRELTSSIPVTVTENQAKFAFKLAKES
ISIRTPPTEQKACGEVNIEHELMFSVALCRHQFGVEWMKQHIEVRLIEGDVPRCPHDGCKSILSLKSCSHLLTPKLEEMW
EHRIKEEFIPVCDRFHCPNPRCWALMSKTELVESTEDGVRRCCFKCRKAFCINCKVLWHSDLSCKEYKTLGRNPKTISRQ
CKKCQHMIKLSHKTINVYCRCGYSFCYTCGAQWKLGGCRHHNQMVAAVLVLVFFFIFHSMIMWSISRRV*          
>Atha_AT5G08730                                                                 
MEADGQKYSVLAKTQVREKMMKEIEQISEVFLVSKSDATVILIRLGWNSFKASDLLGDNKEKFLAKLGLARVLNSNSSSA
DRETGDGDYLVSTPFCSHKFSTTCWSEYLSDALKKNKEQRGLISCLSQDCVASVGPDTIEQLTEPVKEMYENYILESFME
CHKATIKWCPASGCEYAVELQEDGNEDNVISVVCLCGHTFCWTCGLESHRPVSCKKASIWWTYLLDQSRSISWIHTNTKS
CPKCKIPVQQNGDPNYRLINCICSNNFCWICLRTEEQHQGNWNCSPVAVPAAGPSTVEFSQILHLNLWEAGHEALKKAKS
KLRALEEKIIPKLIENCGATELDIRTVREAGMLSVQCRQVLKWSCVFDYSIIEYESTKKQYLKHLRALASTMLCMHEGKL
DELIHLALSPEDFTNYKHKLEISTTCTGNHFDGFIKELEDGKPEVKADGYENEPGSRWFCDRCTFENSWVDKQCKMCFFP
LDYHPSPQVAAAPEDLGKSE*                                                           
>Atha_AT5G10370                                                                 
MRNSFPPSDGGRSATDRRQQSSHSSSTNRYNSRSAQSSPPLNHRPTWNQQHSQYPNSNFPPNYRRDRNPSSGYSPPVTRA
RPNFIVQLLHPAAANSDTKLCFSTKKQEIESLALLCEIPEESIHVPQFGCIAGSFSFRQWVDARSAVVALWDYRLQGKHE
FVPELIPNVIVPSDMNELKDRLRDLFSSHILSLMENGEGVKKVRLEIEEKSRQVVSFSSKRGLKFEVFEKKKAIEAERDL
VVNRLEEFNNAMKSILRYLIGQDGYEFDLDDEEEGDVAVFCLEGAYDWRRIHCLIRRECRRLEDGLPIYAYRRQILKKIH
REQIMVLIGETGSGKSTQLVQFLADSGVAASESIVCTQPRKIAAMTLADRVREESSGCYEENTVSCTPTFSSTEEISSKV
VYMTDNCLLQHYMKDRSLSGISCVIIDEAHERSLNTDLLLALLKKLLSRRIDLRLVIMSATADAKQLSQYFFSCGILLVN
GRNFPVEIVYSPSDTEENSVVGGIASYVGDVVKMAVEIHKTEKEGTILAFLTSQAEVEWACERFITPSAIALPLHGKLSF
EEQFRVFQNHPGRRKVIFATNIAETSLTIPGVKYVIDSGMVKESKYEPRTGMSILKVCRVSQSSARQRAGRAGRTEPGRC
YRLYSKNDFDSMNLNQEPEIRRVHLGVALLRMLALGVNNIAEFNFVDAPVPEAIAMAVQNLVQLGAVVEKNGVHELTQEG
HCLVKLGLEPKLGKLILGCFRHRMGKEGIVLAAVMANASSIFCRVGNFDDKMKADRLKVQFCNQNGDLFTLLSVYKEWAS
LPRERRNKWCWENSLNAKSMRRCEDTVKELEICIERELTLVSPSYWVWNPNEGTKHDKHLKMVILASLAENVAMYTGYNQ
LGYEVALTGQQVQLHPSCSLLAFGQKPSWVVFGELLSIVDQYLVCVTACDFEALYMLDPPPPFDVSQMDERRLRIKKVVG
CSSTVLKRFCGKSNRSLLSIVSRARSLCSDERIGIQVDVDQNEIRLYAPPLDMEKVSALVNDALECEKKWMHNECLEKYL
YHGRGQVPIALFGSGAQIKHLEVDQRFLTVDVLYYGDDVVDDRELLTFLEKKIDGSICSIYKFAANKQDCDEKEKWGRIT
FLTPESAMKATEIQKFYFKGSVLKLFPSLSTGGGIFKMPYFSSVTAKIRWPRRESSGRGCLKCPSGDIHRILGDISSLEI
GTNYVHIQRDQQSNDSILISGLGDLSEAEVLDVLEFRTQRRDLNFFIFRKKYSVQCPSPTACEEELHKRIFARMSAKNPE
PNCVQVQVFEPKEDNYFMRALIKFDGRLHFEAAKALQELNGEVLPGCLPWQKIKCEQLFQSSIICSASIYNTVKRQLNVL
LARFERQKGGECCLEPTHNGAYRVKITAYATRPVAEMRRELEELLRGRPINHPGFTRRVLQHLMSRDGINLMRKIQQETE
TYILLDRHNLTVRICGTSEKIAKAEQELIQALMDYHESKQLEIHLRGPEIRPDLMKEVVKRFGPELQGIKEKVHGVDLKL
NTRYHVIQVHGSKEMRQEVQKMVNELAREKSALGEKPDEIEVECPICLSEVDDGYSLEGCSHLFCKACLLEQFEASMRNF
DAFPILCSHIDCGAPIVLADMRALLSQEKLDELFSASLSSFVTSSDGKFRFCSTPDCPSVYRVAGPQESGEPFICGACHS



EICTRCHLEYHPLITCERYKKFKENPDLSLKDWAKGKNVKECPICKSTIEKTDGCNHMKCRCGKHICWTCLDVFTQEEPC
YAHLRTIHGGIGLVE*                                                                
>Atha_AT5G60250                                                                 
MDFDSEYAFRLQMEEALAASLSSQSRTPQRPPSPPIVATCGVLIVENNPNDSKTAKTSSGYGFDFKRAVGGGNSKAKGKT
HESVTGVRTDERNPNIGLGNSRSTSTGHGNTKPLPQETVRPAQLVGEGSSRVNTAAGKINGNLLYRLYFKGLVSDENGKG
KMTDVVSGFGVAICDQRDNLLFEMKGPLIDNGMSRQGAELKALIRGLTEALKLGIKHIVFFCDSYPIFQYVTGKWMAKQK
KISLLLDDLQSIMQHFSSYQHVLVARNDVKFAYKLARESILSMVTPHEDPRQAKAVLKEECAICFNDIVAEGMFSVDKCR
HRFCFQCVKQHVEVKLLHGMAPKCPHDGCKSELVIDACGKLLTPKLSKLWQQRLQENAIPVTERVYCPYPRCSALMSKTK
ISESAKSLLSLYPKSGVRRCVECRGLFCVDCKVPWHGNLSCTEYKKLHPEPPADDVKLKSLANNKMWRQCGKCQHMIELS
QGCNHITCRCGHEFCYNCGGGWNKIMGTCLNRCPTWNEEYITRQDPARANVAANNYFDDEDDDDVDGDYDYDDFFHPHFG
HAMNDRNPEEPFDPFFDLPDGVLFTPQMLSSKSRQQLYLPDSDDSDDNATTQNAPAADENCPYFGKYGKYTIMYDSDGYE
LEDFTNPFHPDYPHF*                                                                
>Atha_AT5G63750                                                                 
MENNREGPYSVLTRDQLKGNMKKQIAEISEIFSLSKPDATVLLMFLRWDSHEVSEFLVENNEKVLSESGLKPVVVDPNQD
LYKISSCGICFKTCDDGDYLISTPFCSHMFCKSCWRKYLEKNFYLVEKTQTRISCPHGACQAAVGPDTIQKLTVCDQEMY
VEYILRSYIEGNKVLEIKYCPAQDCNYVIEFHQKNHDGADQEDYGFNVVCLCGHIFCWRCMLESHKPVTCNNASDWLFRD
LNSLSKESGEKPLSLSSFETREKTYPLSSIKATKKVCPHCLRPADLGTKQYLRFLTCACNGRFCWKCMQPEEAHKTESGF
YKFCNVSMTFEGRAPKTLEGRAEPENSCVGLWKASEVSLKQAKSDLQAFEESNIKNPSDLTEKDFTIIRKGLMLIVQCRQ
VLKWSCVYDYLHAEYEMSKREYLRFLQADATSLVESFSKTLNEEIGRASSATYENFCCVKHKVTIETSNIGNYFYHFIKT
LQEGLDDVKVKSYDDYGGLFWLCDRCTYGNTWFHKECLMCSDDIAARVDLSDMSLN*                       
>Atha_AT5G63730                                                                 
MEYDGRRPYSVLTRNEITVKMKKQINEISDIFFISNSDATVLLMYLRWDSLRVSERLGENKEKLLMDSGLKSVMIDPSPD
SSSEISLETDVYEFDGDNDLISMPFCSHKFDSKYWREYLEKNFYYVEKIQTTISCPDQDCRSAVGPDTIEKLTVRDQEMY
ERYIWRSYIEGNKVLMIKQCPARNCDYVIEFHQENDDDDEYSLNVVCICGHIFCWRCRLESHRPVSCNKASDWLCSATMK
ISDESFSLYPTKTKTVTCPHCLCSLESDTKMPQFLTCVCRLRFCSRCLRSEEAHKIEAVDSGFCIKTEVGILCEDRWNVC
QKLLEQAKSDLEAFEETNIKKPSDLLREQDIMIIREGLMLIVQCRRVLKWCCVYDYFHTEYENSKEYLRYLQGNAIATLQ
SYSNTLQEQKDIVLAAATYEECTFFRHTIPTATSNIGNYFYDFMKTLQDGLVDVKVKSYNGGTGPFWYCDRCTYANTWED
NECEMCYDDSASLVGEISDLFLNKVS*                                                     
>Atha_AT5G63760                                                                 
MEKLMTESGLKPVVIDSNQDLSRVYCGICSNIGDDDYDGDAVVVDGDLISTPFCSHKFCKACWSKYLKKNFFSVEKNHTA
ISCPDRDCRAAVGPETVEKLTVRDQAMYELYILKSYREKYLGWKLKLCPARGCNYVIEFHLASEDEEHSLNIVCLCGHIF
CWRCMLESHRPVTCNNASDWLSRDLEKLIEEVDKPSTVSWIDANTKPCPHCFIPVEIDGERPWAQFLTCVCSGRFCWKCF
RSPETHGTSGSCLAPARSSNVGFNHWNRAKPGISCLDLWNASQVNLVNAKYELEAFEESIIKKPSDLKEQDVKVLREGLM
LIVQCRQFLKWSCAYDYIHTEYDMAKREYLRFLQQNASGIVHSFSQSIKEETEAKELTCGKLLSETTNIGNFFYHFIKTL
REGLPEVQAESYDNYGGPYWLCDRCTYGNSWFQRACKMCCDPTASKMDELSD*                           
>Atha_AT5G37560                                                                 
MDYAVTKDIPNRKGEGSSKVGQSTFETQSCVDNVVYKLYFKGLVSGETATDKKAIVKVGFGVAICDEADNLFYGMNKSLY
EAVINREEADILALITGLYESIHRGVKNVVICCDDRQIYQTIIGREKPQQKNVHLLEEVQRLRGRLASTGTVLVATRDDN
FALRLAIDALVKATQEKPLTCSICSDKTDAEHMLLNDKCLHRHCFSCVKQQVKVKLRSGIVPPCLEDGCKSELTLESCSM
VLTPKLIEMWKRKMEEDLIPDAEKIYCPYRSCSMLMSKTELSREAEQSNVRACIKCSELFCIDCKVPWHSDLSCADYKRI
HSERLVNDMMLKVLANDQMWRQCSECKHMIELTEGCNHITCRCGYEFCYRCGHKWTKYHHYSCQLMDNREDEEDYNLHVD
AEVNNDDDDDEDYVFDEDYEEDDDDDDDDDGTTYSLEDFRREIS*                                   
>Mgut_mgv1a019080m                                                              
MDSDDDLYCEYSDEVLFSDNEDGPEVEEDDGGDVDSRRRINYTTLTEESIRQLQDKDISEVCGLLSVSRGLACTLLRHYN
WRPDSVSEKWFADEEKVRESVGLLPPGKSESEPLNPSRRCKICLEKIKGGKETLSSACGHHFCGDCWKNYVTFSINDGPG
CLSLCCPEPGCKALVGPDMMDLLASEEEKEKYNRYLLRSYVELHGAIKWCPGPGCDRAVQIESGECKNYDVTCDCSYVFC
WNCTEDMHRPVDCETVEKSLQHFRAFATLCIPDGFKTIV*                                        
>Mgut_mgv1a019219m                                                              
MDSDEDSYHDEYSYGDDVEEIDDSGSEAAEETDSGVEEEEELAEYGGGRNSSRRRQKHYTILTEERIRQLQDNDISQVSS
LLSVSKTLACTLLRRHNWSISAVSDKWFSDEEKLQFPQQELLNPLPPDNDNNLCNICFEEISGENMLSCPCGHPFCSNCW
KYYIMVSINDGPGCLSLSCPEPGCKSSVGPELVDSLASDEDKERYYRYFLRSYVECHGNTRWCPAPRCDRAVQIETRVRE
NYDVACDCSHRFCWNCAEECHRPVDCKTAAEWIELSSSEEEDINTATWIMAFTKPCPGCGINIEKDQGCNHMICRKPCRQ
QFCWLCLQPWENHTHASCNEKKECNKKFTRARKNLSKFGHHYEGWVLNHMRMRTAVSDLRTVLDDKLGGEYSNYVKFGFL
IEALEQIVECRSMLKWSYVYGYYLSLTKKVTKIEFFEFLQEQAEVNIERLHHCADKDIEMYVNNDFDMEDFVGFRRKVVN
LTNVTRNYFEEWVRAL*                                                               
>Mgut_mgv1a004649m                                                              
MNRLQNQEHVLEFQIQFLMMEQNVKLLAMESIYGDNILILDNQSGLKCFQAHINIEVPKGVCITANFGSDKRDDISSDFS
YSFQVEYLPPIILTCLLPKSYPSNSAPYFTISVQWMGSSRISELCLKLDEIWLQNAGHEVIYEWVEWLHSCTLSHFGFDA
EILLGPYGLRQDNKDMRAISSSVSLDIDIPSLKSYNEEQKHHNFCRNMQQCRICFSEFPGSDFIKLACEHFFCEKCLKTF
SEIHITEGTVMKLECPEAKCEGMIPPGLLKRLLGEEEFEKWESLMLVKTLESMSDVVYCPRCETACIQDETDHAQCSNCY
YSFCTLCWDRRHLGTTCTSPEMKLVLLQKRQASTLMKGEQRRREQDMINQILSVKEINRFAKQCPRCKMAISRTEGCNKM
VCENCGQYFCYVCNEEISGYEHFRDSKCKLFPTEEIQRWEDRMNNGLQVVGQIQEQLITGNAHPCPNCRQQNVKVGNNNH



ILCWACQNHYCYLCNKTVRRSTQHYGPKGCKQHTQG*                                           
>Mgut_mgv1a023583m                                                              
ALNASRLYGAVSPTKSAAAEAEAKRWQLDLSIQIHDRSLACEILSMPEDKWCEIGNNLNRPYGEGSSSSSNQHQACGFRS
NQQFFGCRVYVKGLIDGLAGGIGVAICDSIGNLLFELGKTFSGEDRQWNALCVEMKALIEGLSIAVMLGLNRVTILTDNN
LLYLHVSPLFQFEIMVKSNVATLSDEIKLLLRKLTQPCATLVPEKDLELASAIARNAMAFNVNRISCSICFEDTYMNQMF
QISYCLHSYCVSCMLKHVEFKLLQGTLPRCPHVYCNSELKLDSCKKFLTSELSDLMNQRLKEASIPVEERIYCPCPTCST
LLSITELQTFIGSSDFVDDELGARKCPKCSGIFCVKCKVPWHGNMSCRDFLRLNPIPREEEDNKLKSLATQNLWRQCPKC
NHMVSLAEGCYHITCRCRHEFCYTCGAEWKNRRSSCTCPLWDERNIVYDRRNPIPRR*                      
>Mgut_mgv1a020138m                                                              
MEDDSEFAFNLQVEEALTESLLDGAVSSPDTASVPYDAVFGASLSNLLQSDHLYKYEKELLDLYNGEAKAKRLRLDLNRQ
IHDRSFACEILNLPEEEWIRTGDHLIRPYGEGSSAASSSSGGQISGFRVYVKGLVGETMGGVGVAICDGNRNLVFELGKV
FSWKDAQAKSNEYFAELKALTEGLDVAVTLGLNRITIVTDSPLLYQYVTGKNPQMNADVAALSNQINLLLRKCTHTRASF
VASKDMVLAVELARNAMVSNVNSSRGNGNANNSTESCTICLENTSVDQMFRIEGCLHSYCFLCMSKHVQFKLLQGILPKC
PHENCKSELKLDSCKKFLTPELSEIMSQRLKEASIPPSEKIYCPYAKCSTLLSQSELKEHMSNSTAKCPRCSGGFCINCK
VPWHSNMSCSDFKRLNPYPSEEDKKLKSLAARNLWRQCPKCKNMVSLAVGCYHIYCRCGHEFCYTCGARWENKKATCTCP
IWDERNIVYE*                                                                     
>Mgut_mgv1a021884m                                                              
ITAESRRQKHYTILTEEKIRQLQENHISQVCSLLSVSKTLACTLLRRHNWSLTSISDNWLAVEEKLLFPQQELLNPLPPY
EEKNNLCNICFEVVSSERMLSCPCGHPFCSNCWKYYIMVSINDGPGCVSLSCPEPGCKSSVGPELVDSLASDEDKERYYR
YFLRSYVECHGNTRWCPAPRCDRAVQIETRVRENYDVACDCSHRFCWNCGEECHRPVDCKTVTEWIELSSSEEDINTATW
IMAYTKPCPGCGTNIEKDQGCNHMICRSPCRREFCWLCLQPWENHTHASCNEKKECNTEVKRVRKNLTKFGHHYEGWVSN
HMRMRTATSGLRTVLDKLGCEYSNYFKFGFLIEALEQIVECRSMLKWSYVYGYYLSLTKKATKIAFFEFLQKQAEVNIER
LHRCAADKDIEMYVNDDFDWADFVEFQRKLVNLTNVTRNYFEEWIRALENDLSEVIDTSISQIDETDMQMESSS*     
>Mgut_mgv1a008578m                                                              
METFVLKLVPSVDLQKALHLAQVAVGIVSLPTEGDEITETCSICCDEKLSSMMLTIKCSHKFCSHCMKTYVEGKLHSTQV
PIKCPQLKCKYSISASECRSFLPVSSYESLERALAEANILKSNSIYCPYPSCSVLFDPKECLLSARASSSSHSDNCCVEC
PVCQGFVCVDCGVPWHCSMTCQEYRNIPLEERDASDLTLHRLAQNKRWRRCQQCRSMIELAHGCYHMTCRCGHEFCYSCG
AEYVEGQQTCQCAFWDEEYSEEYTEELGSYHPTQQLEQWSWDSFESLPMMTMDAYSEQERSQLALIQRFLSGGFSLTDHH
NPYGEDHDRSSPQSCTDSYAEAMKDLHQLPWLERFVSVISDNYYEDYIQ*                              
>Mgut_mgv1a003689m                                                              
MSASTASLDFESDSGSGADADDLLAIAIEQRRELMATIALDSDLDLAFDLQLQEALAASLTLNPQPSTSSAVIPQPRPDE
GFANFTDVLSDELLKLEQELKDQAVSEMEFKKLKNDLQRRIHDQRMAMEISEMPEEEWEDCGDDFERPFGEGTSKGDNDE
VFRVYFKGLVDKQLPNGKFLGGIGVAICDSRDELLFELRKPLLGNDTSRRCVEIRALIEGLSAAGDLELKRVVFFCDYYP
IFKFVTGQWLLKQKKPAELMNKVFDLKRKFTYCEPSLVPRNDIKFAFKLAREAIVLQECRAAESSSSCTSTETCVICLED
ANIEQIFSIDVCMHRYCFSCMKQHVEVKLLHGILPTCPHEGCTTELKIDSCSKFLTPRLVEIMSMRIKEASIPVTEKVYC
PYPKCSALMSKREVLEYSKSSLMGAEISGARKCLKCNGRFCIDCKVPWHQNLTCFDYKRRNPHPHIEEAKLKNLAATNLW
RQCVKCNHMIELATGCYHMTCRCGYEFCYTCGAEWKNKKATCSCPLWNEHNIIEDEFDDDEFDDEDEFDEDGEEEEEYED
EEYFDGDLLL*                                                                     
>Mgut_mgv1a019741m                                                              
MNWKNYTILNEKGIRHLQNNDISKVSTHLSVSKGVACTLLLRNNWSTNSVFDEWFSDEEKVRESVGLLPEQPPPDNNLCK
ICFERIEVENMLSGPCGHPFCTNCWKSYVAVSINDGPGCLGLRCPELECKTNPGLELIDSLASDYDKDRYYRYLLRSYVE
GSRKRKWCQGPGCDLAVQFHSKDPGNYDVVCDCSYGFCWNCLEERHHPVGCRIVNKWMKLQTSDTENNKWIRASTKQCPK
CRKKIEKNEGCDHMTCPRPCGYEFCWLCLSPWKFLHFCDKYSERRDKERRLESTRENLKRYARHYERWTWNHKSRETALD
TLRRAKKKCRLPFVIDALETIVESRKVLKWSFAYGYYLPITEKKKIAYLRNLQEDAEVALEKLQRFAEVEMVKYICADFR
SDNKEKLVDTTDEARSYVEKLVRAVENDLSEAEKRSFSEVVVKTTSCMFMVL                            
>Mgut_mgv1a023566m                                                              
MRQHVVVLWDEVICESLIPLAQRFYCPYRDCSGLLMNDGGGDVREAECPFCNRLFCARCSVTWHSGVDCEEFSKLRFDER
GREDRMVHELAKKNQWQRCPRCKFFVERKEGCLHITCRCGFQFCYACGAAWSSTHGGCR*                    
>Mgut_mgv1a025292m                                                              
MIFLFQIYYSCLGEKKISQLRDSLITEVSKFLSVSRGIACTLLVQNRWSTTLLYDKWFSDEKSVREAVGLLPEKQESPKQ
LDFCCCNICFGEIKIENTLSAPCGAHPFCLDCWKTYLTVSINNNGPGCLKMPCPEPGCKAYVGLDIVDSLASDSDKDKYY
GYLSSSYVEGTLNLKWCPGPGCNLAIRLDEYGPKGYDVTCDCSHRFCWNCLEETHRPMDCETADTWRKQNTCFEADTKWS
HDHYCNEYEDEKNEGESTSVDTDNSKYFDGYEHYYERWLSNHKSREIAVANLKCARNGIIETLACVQGEKKWKLMFVIDA
LEQIVECRLVLKWSYAYGYYLSLAKSKKMALFEYMQGDAEAALERLHHCAEKEIQKYVLCPSPDFNDFRVKLTNLTCAAQ
TYFENLVTAFEDDFRF*                                                               
>Mgut_mgv1a004367m                                                              
MEDDYDYGFCSDDEEFDDRVDEDEGAQSFAEVDGDCQFSLSNGGCCKVIRKESLLAAQKGDVQRVMNFLSVKEHHARTLL
IHYRWDVDKVCTVFVEKGKEQLYAEAGVLAIEGGNISSSHCSTERTCLICFDEFHADKMTTMDCGHCFCDECWTEHFIVK
TNEGQSRRITCMADKCYTICDEGSIRNLLSARDPQLAQKFDRVLLESYIEDNKSVQWCPSVPHCGNAIRADKDEICEVEC
ACGLQFCFGCSSEAHSPCSCKMWESWTRKCSDESETVNWMQVNTKFCPKCHKPVEKNGGCNLVYCVCKQAFCWLCGGATG
TKHTWTSIEGHECGRYSEKQVKETESARNSLWRYTHYYQRYKAHMDSLKAEKNGREELQKKISALESRKLESKYYFWVSE
ASSRLTRSRQILCNSYPFAYYMFGDELFQMTSDERTINQNLFENQQQQLETNVERLSMALEDPFDEYDDEDVLEARLKAV



NLGSTVDVLCKKLYECIENELLEGVGADKQAIHKIAPYNSNGVEKASEIGI*                            
>Mgut_mgv1a024336m                                                              
MGSKYSHFSCEICAENKHNNQMFPFHDHNNKSCSSHRFCTECISKHISTKLIHKKSPSITCPGLDCSGILEIEKCVEIVP
KEVICLWDQVICETVIIPPSQRFYCPYKNCSALIMNDCDEKEVECMREAECPFCNRLFCVQCRVAWHCGVDCLEFSKLSL
NERGSDDLMVHELAKKNKWKRCPHCKFFVERKEGCLHMTCRCGSQFCYACGAAWSSTHGGCQ*                 
>Mgut_mgv11b021683m                                                             
MNQKNYTILTQESIRQLQNNENFGVEAVVEDKDDFLRSYVAAHGNIKWCPNPACDRAVQIDSQLADETKNYDVVCDCSHA
FCWNCTEEIHRPVDCETVNKWNKLNSYGPENTTWIMSFTKPCPNCGTNIEKDKNPGCNRMTCPSPCSFEFCWLCLNPWSN
NASHASCRDYYKFYTRSSLMQRHANLYRKYAWNHNSRETALDTLRRFKKNKLALEQIVEYRRVLKWSYAYLHAMGFTYNA
APGNRGLILKMVYLLFLQETLDFSLTELQKYYCDSDNNQSKKRKYTPAKLAELADVTRGRFEELVRALENDVCDAEVRSF
SELRGGERKQVLKNVCVVLGCCAALGLFGIIDVFVVVGLLSFEAIKFTSRFLCNR*                        
>Mgut_mgv1a009561m                                                              
MWKLWTKKCQDESETVNWITVHTKPCPKCHKPVEKNGGCNLVSCICGQPFCWLCGGATGRDHTWSSIANHSCGRYKEDSA
KKSERAKRELYRYMHYHNRYKAHTDSFKQESRLSETVKEKVSNLEANESNLRDFSWVTNGLYRLFRSRRALTYSYPFAFY
MFGDELFKDEMTEKVRETKQHLFEDQQQQLESNVEKLSKFLEEPFDEYSEERVMQMKMQVLDLSAITDSLCKKMYECIEN
DLLAPLQFTTHNIAPYQSNIEKAGELTVGWSAQSSNDNKCQTSTDQSYGGEKAVSQASASGTSDENLQQFSRKRAREESS
ADNLFDLNKPAEANQMNP*                                                             
>Mgut_mgv1a025847m                                                              
MGSMKNKGLLIKYRSCFKGYNRFTNPVEHLAEDGGDMNQKNYTILNEKKIRQLQKKDISKVSKHLSISKSLACTLLRENN
WNANSVFEEWFSDEEKVGESVGLLPEQVSLNPPPPGDNLLCKICFETFKIENMSSGPCGHPFCTDCWKSYVSVSIDDGPG
CLGLRCPELECKANPGLELIDLLASKYHKDRYYRYLLRSYLEGSRKRKWCQGPGCNLAVQIRYEELENYEELKNYDVICD
CSYGFCWNCLEERHHPVGCRIVRKWMKLQTSDTDNSKWIASCTKKCPKCRKKIEKNEGCDHVTCPSPCRYEFCWLCLSPW
KLFHLCDKYNKRKDKERRLESTREKLKRYAHHSERWAWNHKSRETALDKLRLAKKYKLPFAIEALEQIVESRRVLKWSYA
YGYYLDSTEKHKVIYFRYLQGEVEGALEKLHRYAEKEIVKYAKVNFPLDDFTEFPARLVDATDVARSCTEKVVRAMANDV
SEAETR                                                                          
>Mgut_mgv1a018577m                                                              
MIILLKIAAEAFRSLVFSPQPQNPAAQQNSDGRATTVFRAETRNSRPSQLLIIQAQNLINFRQINIYHDSYGAAATGQHI
GSTVVFLLFSAGVFAYQKITAETTHHSAGEEETLSEPIAAAAAVTFTCEICADEKPLTSFRILACNHWYCSDCITKYISS
QLLENNAAAISCIAAGCDEHLDPYQLRSILPENVFVRWCDALCEASIEEEDKYYCLYKDCSAFLINDSESRKEIIAQAKC
PACGRCFCVTCKVQWHEGFLCEEFQKLRVDERSNEDLMLMNLAKENKWKRCPLCQIFVDRSEGCLFMKCRCGYTFCYNCG
APLKQHYCTNCKH*                                                                  
>Mgut_mgv1a003549m                                                              
MESDDEVAAMMMEVSDDDEEFYGAGDGDYDDDDDDVFLDHVSDDSDDLSSHHHQYGPRSQNYKILNEDDIRECQDKSITK
ISTVLSISRDAAGVLLRHYNWSVSKVNDEWFADEEKVRKTVGLLENHIPLPDDKELTCGICFETYPRDRMNATACGHPFC
VICWQGYIDTAINDGPGCLMLRCPDPSCGAAVGQDMVNKLASNEDREKYNRYFLRSFVEDNRKTKWCPAPGCDYAVDFIV
GGGTYDVSCRCSHSFCWKCVEEAHRPVDCGTVSKWIMKNSAESENMNWILANSKPCPKCKRPIEKNQGCMHITCTPPCKF
EFCWLCLGAWTEHGERTGGFYACNRYEAAKQEGVYDDAEKRREMAKNSLERYTHYYERWATNQSSRQRAVDNLHQMQTVH
LEKLSDKQRQPESQLKFIIEAWLQIVECRRVLKWTYAYGYYLPEHEHAKKQFFEYLQGEAESGLERLHQCAEKEFQGFLN
SEGPSNEFNEFRTKLAGLTSVTKNYFENLVRALENGLSDVDSLSPSTGKSRGGKGKGSASRSSSSKNIDDSGHWICEYCT
YANARSSTACEMCQQLGGR*                                                            
>Mgut_mgv1a020280m                                                              
EWVILKNSEAENTTWIMAYTKPCPKCKRSIEKNDGCNHMTCGKSCGHQFCWLCLGNWDNAHICNGYKDAACDKAVMGARK
YLERYAHYYERWAGNHKSRGIALSCLDWARKELRDNLMNAVQNVEGVQMEFAVKAWEQIVECRRVLKWSYAYAYYLCCSE
KAAKIALFEFLQGQAELNLERLHHCAEKEMKAYAKGDCSLNEFVAFREKVVDLTSITKSYFEKLVTALENDLSEVTDTSI
VNTSIIKSVEIGPLDYEDIYEDQWD*                                                      
>Mgut_mgv1a019311m                                                              
MEILSSIFDYEYDYRYYNSIYAEERQLEEALAASLHISSPPTNHHHATSSSSNHHHATSSSRNNQATSSSSSRTTSCEIC
TEDRRKSDMHKTEGCNHSFCYDCISKHIQYKLQQNIVPVTCPYPDCPNIIQPNNNNNNNNNGSSLIRSKIPQEVLDRWEK
ATIESIILASSDEIIHCPYEKCSEILVIENGVNVITETECPRCHKLFCAKCRVSWHYGFSCRDFQRLNRNDRDKRKLRLL
AKENKWKKCPNCRVFVDKTEGCVHITCRCKFEFCYVCGKRWKESHWNTCKE*                            
>Mgut_mgv1a003208m                                                              
MDSEDDMHDANDVASAEEEDDYYSGGEEEEEEDMDDEEDYDFAEEDDVDTGDYDFIANNSDDDAIASRSQNYTILKEEDI
RQRQEEDITTIATVLSISREAACILLRRYEWTVNNVHEAWFADEERVRKAVGILDKPLVKFTNSGEVTCGICFESYNRDS
LRSVACSHLFCDTCWKAYISTAINDGPGCLTLRCPDPSCGAAVGQDMIDELGSGEDKEKYGRYLRRSYVEDSRQIKWCPA
PGCDSAVEYSLGGGSYDVTCSCSYSFCWNCTEEAHRPVDCETVAKWVLKNSAESENMNWILANSKPCPKCKRPIEKNQGC
MHMTCTPPCKFEFCWLCLGAWSDHGERTGGFYACNRYEAAKQEGVYDEAERRREMAKNSLERYTHYYERWASNQSSRQKA
LSDLHQMQSIHLEKLSEVQSQPESQLKFIIEAWQQIVECRRVLKWTYAYGFYLPEEEQTKKQFFEYLQGEAEAGLERLHQ
CAEKELTNYLNSEGPSIEFNDFRTKLAGLTSVTKNYFENLVRALENGLSDVDSQAPPNMTSSKNVAGTSSKAKGGRAKGS
SKTSSSVRNTDDSSGNWACDQCTYMNARSSTTCIMCQRRR*                                       
>Mgut_mgv1a024893m                                                              
MNQKNYTILNENRIRQLQNNDISIVSTHLFISRGLAFTLLRRNNWSTNSVFDEWFSDEDKVRKSVGLLPAAQESLKPDNY
LCKICFDKIEPDVKTLSCGPCSHPFCPDCWKSYVSSSIKDGPGCLSLRCPEPECKAMVGPEFVESLASEEDKDKYYRYLL



RSYVEGSQNRKWCPGPTCDLAVQIIDGSENNYEEVNCDCSHRFCWNCKEEPHRPVDCQIVDKWRSENNDTWIRAFTKPCP
KCGRNIEKNKGCNHMTCRIPCGHNFCWLCLGPWKHDGTHIYCKEYEDRDQEANTYYAFHYQKWASNHESRETAMKNLRRV
KNGLIQNVADFELQFVIEALEQIVESRRVLKWSFAYGYYLPSTETRKIVSLHNLQEEAEAVVEKLQHFYDKEIVKYANIN
FPSDKLTDFRGKLVDMTNVTRNCIEKLVIKGLVNDVSEAKTYCSLFKVSLVENRPQATKTCDETRTLATKLGLLRRFIFR
RNGGPNSSPMVPPQRLRRILYFVVKEATKPLFVAKSRFYIIN*                                     
>Mgut_mgv1a000119m                                                              
MQRTSSSASGGGRQPPSESNPHHRSTVPRHYNYQGPPFRRPPNQQNRFRPAFSPHQRDRPPARPNFIVQVHSDAQSAVKA
FRPQKSDVVASNYIAGKLHYEQWSETLETVVQLWELKLNEDGHKFWPHVVSNVEVPSDKSELNDRLKELFLEKLKGLKEG
DLVEKWLKKLGNVVNEINRVSDKLKKPQRLGVVDEQLRKRKGLQAERDLILNRVQEFKNAVKCIENYLENKETDEEGSVP
IFCFLKGEIDWRRIYKLMMRECRRLDDGLPIYAHRRDILKQIHCQQVTVLIGETGSGKSTQLVQFLADSGVSGPESIICT
QPRKLSAISLAQRVKEESCGCYKDTSVTCYPSYSSVQDFEPKVIFMTDNCLLQHYMSDKQLSKISCIIIDEAHERSLNSD
LLLALIKKLLCQRPFLRLIIMSATVNADQFARYFFDCMTLHVSGRNFPVDIKYAPCECEALPPSKLIPSYAVHVLKMVSE
INKTEREGTILAFLTSQMEVEWACEKFHSSSAIALPLHGKLSYEDQNRVFIASPGKRKVIFATNVAETSLTIPGVKYVVD
SGMAKESRFDPATGMNVLRVCKISQSAANQRAGRAGRTEPGTCYRLYMESDYESMLPHQEPDIRKVHLGVAVLKILALDM
KDVQNFDFVDAPCDKAIDMAVRSLIQLGAVVMKNDVYELTAEGRDMVRMGMEPRLGKIILEGFRHRLGREGLVLAAVMAN
SSNIFCRVGTEDDKLKSDRLKVQFCHPNGDLFTLLAVYKAWEAVPQEKKNVWCWENSINAKSLRRCQNTVLEMEGCLQNE
MNLIVPNYWYWNPQICSAYDKKLKSIILSSLPENVAMYSGYDQLGYQVAVTKKHVQLHPSCSLLNFGQRPAWVVFGEILS
VSNEYMVCVSACDFDQLSTLSPPPVFDFLNMDIHQLQKRVLSGLGSVSLKRFCGKFNSNVRSVVSTLRASCGDERIGVEV
NVDQNEVLVFASSRDMEKVCGVVTEGLEYEKKMLENECLEKCLYNGVGQVPPSIALFGAGAEIKHLELDKRYLTVDVSHS
NRSAIDDKELLVFLEKFTSSQICAVNKLSCSSSDSEKNKWGRVTFLTPDAAEKAVDLNKTEFCGGLLEVIPFRSNFGGNE
RMPSLIAKISWPRRPSKGVAFVDCLPVDVPFIVNDFSNLLIGGRIVWCEASTKFRDSVVLRGLDRDLSDDEILPVLQATT
NRWIKRFSLMRGNVVDKPSPVSCGEAILRELNSFMPKRNPWGSCVSIKVHTPEPDSCFVRANITFDGSLHLEAARALEQI
DGKALQGFHSWQKIRVHKMFHSSVYCPAPVYFVIRDQLDSLIQRIQKQKGCDKCYLERNLNGAYLVKIYATATRIVAELR
RPLEELTKGIAVQHTDITPSVLQTLFTRDGIMLMRSIERDTRTHIIFNKHTTTVRLFGSPENTARAHDSLVKNLLSLHES
KHLEIHLRTTAFPSDMMKRVIQQFGPDLRALREKVPEAELSLNTRRHCVSVVGTKESKQRVEDIIRELAQTSGSQTLKND
NDVSCPICMCDLEDKYMLEGCCHEFCRLCLIEQCESAIRSRDSFPLRCTKENCGAQILLSDLRSLLPIEKLDELFRASLG
AYVAASGGDFRFCPSPDCPSVYRVAGPEDGDSLFQCGACFVETCTRCHVEYHPQLTCEKYREFKTDPDLSLKEWCMGKEH
VKKCPCCDFTIEKVDGCNHIECRCGRHVCWGCLLDFDSSDDCYTHLRSVHGAII*                         
>Mgut_mgv1a017950m                                                              
MEYSDGDFFYKPPFAIVDETRIRQLQDKDISEVCTLLSVSRSLACTMLRRNNWSKNTVFDEWFADEKKVRWSLGLLQKRK
PLKLYNQCKICFKSFKVESMLSGPCGHPFCINCWKSYIAASIDNGPGCLGLRCPEPRCKADPGLELIDSLASDCNKDKYY
KYLLGSYVEGCWNLKWCPGPGCDLAVQVKYKELKSYDVTCDCSYEFCWNCTEERHYPVDCRIVDKWTKRNTSKENNTRWI
QAFCKPCPGCKRNIERNEGCSHMICPCGHEFCWVCLRPSIETHTYCNANETRKDEWRTLESARENLKRYARHYECWAWNH
KSRESALDSLRLARKNCEPPFAIEALERIVESRRVVKWSYAYGYYLPLTEKRRVVYLRSLQLEAEGALERLQYYADSKIE
QYANDDLPSDELTDFRAGLVDMTNLTKNKIEKLVRALENDLREAGAETSTFSGGIRITENKGNNCKYMQNETVTLRPEST
GGEPTTQQNHSLPENPRLTGITHISVSLSHKTPIY*                                            
>Mgut_mgv1a003228m                                                              
MDSEDETVGAMTEDSNDDEESYGGGGDEDDSDLDDVIMEYDGFMDFDSDDSDEPSSTFHHHYTRSQNYTVLNEDDIRQCQ
EDDITKISMVLSISRVAAGVLLRHYNWSVSKVNDEWFADEGKVRKTVGLLENDTPLPDAKELTCGICFETYPRDRMSSAA
CGHPFCVLCWQGYISTSINDGPGCLMLRCPDPSCNAAIGQDMVTNLASNDDKEKYNRYFLRSFVEDNRKTKWCPAPGCDY
AVDFIVGGGSYDVTCGCSHSFCWSCSEEAHRPVDCGTVSKWILKNTAESENMNWILANSKPCPKCKRPIEKNQGCMHITC
TPPCKFEFCWLCLGAWSEHGERTGGFYACNRYEAAKREGALDDAEKRREMAKNSLERYTHYYERWATNQSSRQRALENLH
QMQTVHIEKLSEIQCQPESQLKFIIEAWLQIVECRRVLKWTYAYGYYLHELEHAKKQFFEYLQGEAESGLERLHQCAEKE
FQGYLNSGGPSENFNEFRTKLAGLTSVTKNYFENLVQALENGLSDVDSHAVTSKASGSKNPGGSNKGRGSKSKGGGTTTS
RLIGPSRNIDDSGHWSCDYCTYANVRSANVCGMCHQTR*                                         
>Mgut_mgv1a017930m                                                              
LYYTILSEEKIIQIQNNDISNVCSCLSVSRGSACTLLRLNNWNYNSALDRWVSDEEKVRKSIGLLPDKKSRKNNNLCKIC
FDEVEISSMLSAGPCGHLFCTLCWKNYIAVSMDDGLECLSLVCPKPKCKAYVGPELVDTLASKEDKEKYYRYLVRSYVEG
HRDIKWCPGPACERAVQIEPGERENYDVACDCSHRFCWNCTRETHHPVDCKTVEKWIELNSSEAENTTWILAYTKPCPKC
KRNIEKNQGCNHMTCRQPCGHHFCWLCLGPLDKSHTNCNMYRADEVGQKRVRGAREHLDRYSHYYERWALNHKSGEKALS
DLNRVRGELSGKKLAGVELRFVIEALERIVECRRELKWSYVYGYYLCLTEQAAKISFFEYLQGQAEENLERLHLCAETDM
NKYLGDDCCPSGDDFVAFKDNLVTLTDVTRNYFGELVRALENNLSEINDPRKETTRGRVKVYSKTNTKTYFNYRDRLNWM
*                                                                               
>Mgut_mgv1a025458m                                                              
MEVFSYDDDDDYYTSLLLMQYSQIIENNHNRLLSDDDKYAQELQLQETLISSFTGINCSHKFCKDCISKYITMKINRGKS
ASIACPGPDCEGIMGIEECVGGVVPKEVVTLWDQVICESVIIPLLQRFYCPYKNWKPIECPSCRRLFCVKCKVTWHSGFD
CGEFSRMREGERERDQDLMVHALTKKNKWRRCPRCGFFVERSAGCLHWGGPREYWVGG*                     
>Mgut_mgv1a020321m                                                              
AESGLRRRKKHYTILTEERIRQLQENHISQVCSLLSVSKTLACTLLRRHNWSLTSISDRWLAEEKLLSPQQELLNPLPPN
EKNNICNICFEVVSSEGMLSCPCGHPFCSNCWKYYIMVSINDGPGCVSLSCPEPGCKSSVGPELVDSLASDEDKERYYRY
FLRSYVECHGNMRWCPAPRCDRAVQIETRVRKNYDVACDCSHRFCWNCAEECHRPVDCKTAAEWIELSSSEEDINTATWI
MAFTKSCPGCGTNIEKNEGCNRMICRWSCGQQFCWLCLQPWKIHTYTICNEKKECNTKFTRATKILTKFVSYYEGWVSNH



VRMRIAVLDLGTVLDKLGGEYSNYVKFGFLIEALEQIVECRSMLKWSYVYGYYLSLTKKATKIEFFEFLQKQAEVNIERL
HRCADKDIEMYVNNDFDRADFVGFRRKLVNLTNVTRNYFEEWVRALENDLSKHNGEASRERARPALARTRKRPTLPNSRA
KACNTRTRSSISTRSCLPLSAQRLRSPIPLHLWVVVGCFRLQSK*                                   
>Mgut_mgv1a022384m                                                              
MEALTCDEDDYYTSLLLMEDSQIFEKKNTFFSDNDGDEDFAQKLQLQETLISSFTTSSQKPQRNTSSIEVGESSSSSKKR
RRLKEEKESSSPSKKRRRSKEEGESPRRSSSTSSRFVCEICTEKKKKYKIFPFLNHNCSHKFCTECISKYLTTKLKRGKS
PSIACPGPDCEGILGIEECVGGVVPKEVVTLWDEVICESVIIPSSQRFYCPYKNCSALMMNDSDTRNTMREAECPSCRRL
FCVKCNVPWHSGFECGDFSRMRESESEREDLKLHALAKKKKWRRCRRCKFFVERNKGCLHMTCRLVNFVLYYIQNCYTVH
FYYCDNLGL*                                                                      
>Mgut_mgv1a020170m                                                              
EPEPTAPSTFMCEICVDEKPTEELFRVLGCSHSYCSECMSKYVGSKLMENITNINCPVSGCRGFLEPHHCRSILPKPVFD
RWGDALCEAMILGSEKFYCPFKDCSALLIDDKMGGVVLQSECPSCNRLFCAQCRVPWHLNISCAEFKKLDKNERSNDDLM
LMNLAKEKKWMRCPKCKFYVEKSEGCLFMLCRCKHAFCYNCGHTTKDHYCKNCKR*                        
>Mgut_mgv1a027008m                                                              
SNFLCSIYFSTELSRQISHETVTPPDDELTNYDAEEIHLQETVLASILPSPSFLLEEEEPIVETSSRSFCEICLEEKASW
QMFENDRCPHSFCYECTISHIISKIQDKANEIPCPAINCKAVLNSDSCRQIIPQKALVQWDEIHCMSLILDSQKLYCPFL
DCSALFVNEFGGILGEIECLVCKRRFCGECMVAWHSDFTCKEFQKVYAKKGGKSDKIVKMLAKKRNWQKCPKCKMYVEKA
EGCLHITCRCKYEFCYRCGSKWSESESHGNCKQKSRCCIFF*                                      
>Mgut_mgv1a005318m                                                              
MDEDFDLAYSLQFEEALKASLLDGGVMLTNADSATLPSDLLQKENLQRYDQELLDQYLAEEEAKRLQLDLNRQIHDRAFA
CEIVKVPDEEWGKTGNKLKRPYGEGSSSSANREGLRFRVYAKGLVDQIDGGIGVAICDGNDNLVFELSKNFSGKESQSNH
ELVELKALIEGLEIAVLLGLNMIDIVTDNPLLHEYMTVKNRPMKANVATLFDQIKLLLRKFTSSNASLVNQNEMKAFKLA
MNAMASSTVNRSREENNRTENCAICFEDTYADQMFQIAGCLHSFCTSCMSKHVQFKLLQGILPKCPSDKCKSELTLDSCK
TFLTRQLFDIMSQRMKEASIPAEEKIYCPYPRCSTLHSKSELKGSMGNFNSEVLGARKCPKCNGIFCVNCKVAWHSNMSC
LDYKKLNPYPCKEDKKLTSLATQNLWRQCPKCSHMVSLATGCYHIYCRCGHEFCYTCGAEWKKKKATCTCPIWDERNIIY
ANQNRPQRG*                                                                      
>Mgut_mgv1a010986m                                                              
MEILSSIFDEYDYQYDNNLSPSDDSVYAEELQLQEALAASLHISSSSSSSRNHHATSSSRNNHATSSSRNHHATSSSRNN
HATSSSRNNHATSSSRNHHHAMSSSSSSTRIISCEICTEDKRKSDMHKIEGCDHSFCHDCISKHIQYKLQQNIANIPFFD
RWEKAITESTILASSEEIIHCPYEKCSEILVIENGGNVITETECPRCHKLFCAKCRVSWHHGFDCRDFQRLDRNDKEKRK
LRLLAKENKWKKCPNCRVFVDKTEGCVHITCRCKFEFCYICGKSWNESHWNTCKE*                        
>Mgut_mgv1a018563m                                                              
MGNTLQTLPQIPPPPPPPRPDEQEEEELQERRPEVGNREFTCEICIEPASIRGKKFRNGGRCSHPFCTDCVVKYIRVQLE
DNNAARINCPAPNCGHALDPRACAPLVGDALFVRWCDVLCEAAIVGSDRCYCPYRNCSALILNECGGVVKKSTCPSCKRC
FCFQCKGVWHAGFGCEESGEIRDTNDVAFGRLVERRKWNRCPRCRHFVELREGCKIVKCR*                   
>Mgut_mgv1a003201m                                                              
MEEDYYMSGSSDDEGDCYSSDQEAEPLETEEPDSPWAPSKSPSSKVITKESLLAAQREDLRRVMELLSVREQHARTLLIH
YRWDVEKLIAVYVEKGRSCMFSEAGVIAVERVDLDPPKSSSKVMCIVCMDDVPAKDATKMDCGHCFCNNCWTEHFIVKIN
EGKSKRIMCMAHKCNAICDEAIIKDLVSVKHPDLAEKFDRFLLESYIEDNKMVKWCPSIPHCGNAIRIESDKFCEVECSC
GLQFCFNCLSEAHSPCSCSMWELWRKKCRDESETVNWITVHTKPCPKCHKPVEKNGGCNLVSCLCGQAFCWLCGGATGRD
HTWSSIADHSCGRYKEDTEKKSERAKRDLYRYMHYHNRYKAHTDSFKQESRLKEAIKEKVSNLEERDSKLRDFSWVTNGL
YRLFKSRRALSYSYPFAFYMFGNDLFKGEMTKKECEIKQHLFEDQQQQLESNVEKLSKILEEPFDEYPEEKIMQIRMQVI
NLSEITDSLCKKTYECVENELLGSLCYTTHHIAPYHSKGIEKAGELTVGWSAPLSDNNIKCRKKAADEPPGDVIETGQAS
ASGSSYNSLQYSRKRARKASSSSGSVFDLNMPAEAHPANS*                                       
>Mgut_mgv1a021464m                                                              
MDSDEDSYHDEYSYGDDVEEIDDSGSSEAAEETDPDEEEEEQLAEYGGGRNSRRRRGQKHYTILTEERIRQLQDNDISQV
SSLLSVSKTLACTLLRRHNWSISAVSDKWFSDEEKVRLSLGLSPPQESLNPPPPNNNNNNSLCNICFEEFNANNVMFSCT
CGHPFCMDCWRSYVTISINNGPACLRLSCPEPKCKSDVGPDMIELLASEEDREKYNRYFFRSYVECHANMRWCPGDGCDR
AVRIQSVERENYDVACDCSRGFCFKCMDECHRPADCETVRKWTKQNESEENNNKWLLSYTKPCPECGRKIEKNQGCNHIT
CRDPCKHEFCWLCLTPWKEAHYDCNRYEEDESLTNTRKKLKRYMHYYERWAANHKSREIAAGNLKWAKDELISVVAENNQ
QLPEDGVELVIEAFELITESRTALKWSYAYGYYVPWRANSAKLAFFLFLQGQAERVLETLHRCAERGVEKYSKTDFHLYE
FRDFTDELRGLIELTRNHFGELVRALENNLSEVTE                                             
>Acoe_005_00518                                                                 
MRNGRKGKQEQHTVVAVVVVNPPEDNNQNQTHEPPLPDSSLPSSSSSSQQCPRTSRNRRKSKRGSKTRHDNVVIKTTSQS
NEVSEFDSDFNNVNVSNEEVNDDVDVVSRLKQLSLIEKEIELSEELLRINDQLQEDELMAMEAIYGDNITLLERAGERRA
FQIYIHIETPDEIAISAKLRLYNRNVKFGENLTSSTAIPDHSNEYTYTFKVQHLPPVVLTCLFPKSYPSHQPPHFTMSIQ
WLDSLRISNLCCMLDSLWANQLGQEVIYQWVDWLQSSSFPYLGIDKEIILGPYNMPDTGDKRAVSGSVSPDVDIPSIINY
NDEKCHEVFRESLHVCCICFSEYAGTEFVRLPCKHFFCWKCMETYSSIHVKEGTVNKLLCPDAKCGGLVPPGLLKRLLGN
EEFERWESLLLQKTLDSMSDVVYCPRCETGCLEDGDHHAQCSKCCFSFCSLCRQPRHVGIACMTPEMKLQLLKERQGSSQ
LNDTQRRRERELINELLSVKEILRDAKQCPSCKIAISRSEGCNKMVCQNCGQYFCYKCNMAIEGYEHFREDGCALFPREA
IQQWEERMNERQMVGQIQAELFADHGHLCPMCKQMNAKVGNNNHIFCWACQTHYCYLCRKKVRRSAEHFGANRCKQHTAG
>Acoe_005_00520                                                                 



MRLPCKHIFCRKCMETHSSIPVKECTVNQLLCPDCGGMVPPSILKGLLANEEFERWESLLPQKILESMSDIVYCPRCESA
SLEDGDHHAQCTKCFFIICSLCRQ                                                        
>Acoe_005_00521                                                                 
MASCPISPYPGSPLCSFPWSAPSCLLGPCISYQKVWCTDLPPGSLRHSPLPFVSLREFLPPIHLTLLLHSLLGPESDALV
PVPDSFGFKGSLTPQQKQKIKSTILILCKSTMKKGTGTEVRREQDHQQPLNKSKQQEKQPSCSSNDGVVSELKSNTSDPK
QVFHFHEDVKDVSRLLEELSLVGEEVELSEEQLIINNQLQEDEIMAMEAIYGDNTTILTREGSRRSFQIHVPVETPDELT
ISAKLLVLSDVNNKLEEKSTNTIASTDLSNEFSYTFEVQHLPPVVLKCLLPKSYPSHQPPYFTLSVQWLDSLRISELCRM
LDSLWEDQPNQEVIHQWVEWLHSSSLSYLGIEKDIILGPYNMPNTGDRRAVSGNISPDIDIPSLMNYNDEKCHEVFRVNL
HECCICFSEYTGTEFIELPCKHFFCRKCMETFSSIQVKEGTVNQLLCPDCGGMVPPGILKRLLGNEEFERWESLLLQRTL
ESMSDIVYCPRCESACLEDGDHHAQCAKCFFSFCSLCRQRRHVGLACPPPELTLEILMERQASSQLNEDQKRRELDIINE
IISIKMVLLDSKRCPSCKTGIFKTAGCNKMKCKCGQLFCYQCGETIKGYDHFRERCNLFPREAIRRREVAEPHPVGDIVV
VDHTCPICSQMNVKVTIDNHMFCRTCQNNYCYVCRKSVRNGYQHFGPRGCQRYTDE                        
>Acoe_005_00526                                                                 
MKKGKQGRRAQDNLLSSININGKQQQQNQPPFSSQQNTHSSPRNPQKSKVNVSIPPKPDVGSSYSNTQIEEKVEEKGKSI
NTINPKQEFHFHEVVKDVVDVSRLLEELSLVDEEFQLSEEQLNINDQLQEYEIMAMEAIYGDNVTILRREGSQRSFQIHI
PFETPDELTISAKLCVSNVNVVLEEKSTSTTATADLSNEISYSFEVQHLPPVVLTCLLPKSYPSHQPPYFTISIQWLDSL
RISKLCRMLDSLWASQPNQEVIHQWAEWLHSSSLPYLEIDKDIILGPYNLPVTGDRRAVSGSVSPEIDIPLLMKYNDEKC
YEVFRENLHECCICYSEYTGTEFIRLPCKHFFCRKCMETYSSIHVKERTVHQLLCPDCRGMVPPDILKLLLGNEEFERWE
SLLLQKTLESMSDIIYCPRCESICLEDGDHHAQCPQCFFSFCSICRLRRHVGIGCVPPGLTLEILMERQSSSQLSEDQKR
RELDKINEIISINMILLDSRQCPFCKTAVFRTAGCNKIICKCGKFFCYQCGEAITDSGHFRRGCRLFPREAIYTREQERQ
PVGAIEIEHPCPICRQTNVKDTNDNHILCQTCQNHYCYLCHRSVRDSFQHFGPSGCQRFTIG                  
>Acoe_007_00119                                                                 
MSDFTYLSSSDDDDNYNYSDYKQHEDEDDDEDEEELHDGFENDDDDEWNTSSSSSSSQVITKESLLAAQREDLRRVMDML
NLSEQHARTLLIHHRWDVQKVLAVLVEKGKDRLYAEAGVTVLDRKCLTSQSSSEVTCIICMEDISVEEVTEMDCGHCFCN
NCWTEHFIVKINEGQSRRIRCMAHKCHAVCDEAVIRNLVSARDPDLAERFERFLLESYIEDNRMVKWCPSVPHCGNAIRV
EDDQYCEVECTCGKQFCFGCSSEAHSPCSCLMWELWTKKCKDESETVNWMTAHTKPCPKCHKPVEKNGGCNLVSCICGQP
FCWLCGGATGRDHTWTSISGHSCGRYKEDQNQKAERAKRDLYRYMHYHNRYKAHIDSFKLESKLKESTQNKISILEGKDT
TLRDFSWVTNGLYRLFRSRRVLSYSYAFAYYMFGDDLFRDEMTKAEREIKQNLFEDQQQQLESNVEKLSKYLGENYELYD
KGKVMEIRMQVINLSVITDKLCKKMYECIENDLLGSLQLATHNIAPYKSKGVEKASEFPIWSTKANIADSHDLTHNTKID
GVTVESNGPSGTQNNESGSSTRKHTNNGSGGSSKKQRADYESGCSTRKRGRREPHGDGLFDLNLPAEVLDKSMSDFTYLS
SSDDDDNYNYSDYKQHEDEDDDEDEEELHDGFENDDDDEWNTSSSSSSSQVITKESLLAAQREDLRRVMDMLNLSEQHAR
TLLIHHRWDVQKVLAVLVEKGKDRLYAEAGVTVLDRKCLTSQSSSEVTCIICMEDISVEEVTEMDCGHCFCNNCWTEHFI
VKINEGQSRRIRCMAHKCHAVCDEAVIRNLVSARDPDLAERFERFLLESYIEDNRMVKWCPSVPHCGNAIRVEDDQYCEV
ECTCGKQFCFGCSSEAHSPCSCLMWELWTKKCKDESETVNWMTAHTKPCPKCHKPVEKNGGCNLVSCICGQPFCWLCGGA
TGRDHTWTSISGHSCGRYKEDQNQKAERAKRDLYRYMHYHNRYKAHIDSFKLESKLKESTQNKISILEGKDTTLRDFSWV
TNGLYRLFRSRRVLSYSYAFAYYMFGDDLFRDEMTKAEREIKQNLFEDQQQQLESNVEKLSKYLGENYELYDKGKVMEIR
MQVINLSVITDKLCKKMYECIENDLLGSLQLATHNIAPYKSKGVEKASEFPIWSTKANIADSHDLTHNTKIDV       
>Acoe_009_00132                                                                 
MDSEDDLADAYDEFYSEEEEEVINKNGEGDDDADYGYDYDDEEDDDEGSDDYVAEDDEPVDPTLNFTVWSEDDIRSHQEK
DITEICDVLPVSRVSASLLLYHYKWNVTKVLDDWFANEENVRMTIGLLEKPVVQYPDAMKLICAICFDRFRRRRMYTASC
GHPFCSSCWKGYITTSINDGPGCLMLRCPEPSCCAAVDQDLVNNMLTSDKEKEKYCRYVLRSYVESRKNIKWCPAAGCDF
AVEVGSGSYDVSCKCTHNFCWNCNEEAHRPVQCSTVAEWVLKNSAESENTNWILANSKPCPKCSRPIEKNHGCMHMTCTP
PCKFEFCWLCLGQWSDHGEATGGYYACNRYEKAKQAGTFNAAEQKRKLAKQSLEKYTHYFERWSNNELSRKQAVAYLQQM
QDVHINNLSDKHCQTVSQLQFIVEAWLQIIECRRVLKWTYAYGYYLPDHSKYAKTKKQFFELVQGEAESALERLHHCAEV
DMKLYLDAEGPREDFNVFRTNLANLTKITRTFFENLVRALENDLAEVDSPAYCRNTVSEKGPSGKAATHAENKEEVEEFF
GTSCLAVVLNQT                                                                    
>Acoe_009_00133                                                                 
MEFEDDLQYASDSDLIYDYSYDEDDVEIDNHNNDDDHDHDDAVDDNRATHLQKKNYTILSENDIQRRQEEVIYEASSVLS
ISRASACILLRHYSWNDTEAHDSWFADEEKVRTTIGLLKKPLVLSDQLDNKKSKITCGICFEDYYCDRMYGTSCGHLFCR
SCWKTYISTSIKDGPGCLNLRCPELKCGAIVGDRMVDTLAPHQEKENYHSKNIKWCPAQGCNYAVEIVVESDNYDVLCKC
GYSFCWNCIEDAHRPVNKDESENVNWMLVYSKPSPKCKRPIEKSTGCNHMSCTPPCNYQFCWLCLRSYTNHTCNSFAERT
MEEHKETENRKRMAKELLDRYGHYYERQLIADLQKMKAVQINQLIEKHCQTSSQVKFITEAWEQIIECRRVLKWTYTYGY
YQPEDELTKKQLFEFLQGMAETGLERLHSCAEKDLKVYIEAEEPSEKFYEFRTKLTGLTSVTREYFEKLVQALENGLADV
DTHSGWEDMDFWYRRHCTYANDKFDTICQVCNQHRGLWSCQRCTYLNKKSATVCKICNTHL                   
>Acoe_009_00134                                                                 
MDSIYDDDMIDDTTYDDDDDDIETERDINGIEDKNCIILNQDYIRQLQEEDITEVSTLLSVSRASACILLLHNKWSVTAV
NESWFADEEKVRMTVGLLKKSMMTDDHDSFPNSNKQSKTTCGICFDDYPQSKLYDAGCDHPFCSSCWEGYVSTSIHDGSG
CLMLRCPEHKCGAAVDQDLVNTFVSQEEDKEKYSNHLFKSYVEDNRRIKWCPAPGCDNAVKYIGDFENYDVSCNCECGFC
WNCTQEAHSPVDCDTVSNWILKNKDESENVNWILVNSKPCPKCKRPIQKNEGCNHMTCKCGFHFCWLCLSTTKDHYACNG
FEVKYKSEVQDESEKRKQMAQKLLEKYTHYWERWATNEKSMGKAKEDLQVMKTVYIKRLTNNQCQLELELGFIIEAWKQI
IECRRVLKWTYAYGYYLPEHEHTKRQFFEYLQGEAETGLERLHHCAEKDLEVHLKAEGPSHDFQEFRTKLVNLTVVTGKY
FEKLVQALQGGLADVNSLGGTSRRAGSSKGSKAGYKDKGGRGKGITSKSNSTGLDLGVLGLWSCEYCTYTNEESETVCEM



CNKQRGSWSCEHCTYVNDNSGNVCNMCSEQRAT                                               
>Acoe_009_00141                                                                 
MPPEQKKSNLSKGKQKNTLIPPIRPHTKKTTTPIPKGKRTQKTSKSTEENDDHRRESETVMPDIINLDSSDDSAMDDEGG
YRLGDNINMNNEADEEEGYLDIDNGDDITSRREENYTVLGEDDIRRRQEEDILEVSSVLSISTFQASILLRHYNWSISNL
HDAWFADEEKVRMTVGLLEKPVIQYPNAKKLTCGICFDNYSRNQMHAAACGHLFCSSCWDSYISTSINDGTGCLMLRCPD
PSCGAAVGQEMINILVSDEAKEKYAHYLLRSYVEASRKSKWCPAPGCGYAVDFVLGSGSYDVTCKCTHSFCWNCTEEVHR
PVECDIVAKWILKNTAESENTTWILANSKPCPKCKRPIEKRDGCMHMTCTPPCRFHFCWLCLGAWSEHGTGTGGFYSCNR
YEKAKKDGEYDETEKRREMAKRSLERYTHYYERWATNEKSRVKAMQDLQEMQAVHIEKLSNDYCQLESQLKFITEAWRQI
IECRRVLKWTYAYGYYLPEHEKTKRQFFEYLQGDAEAGLERLHQCAEKDLKSFIDGKSKDFNAFRTKLSGLTTVTKNFFE
NLVRALENGLADVDSVGACSKSCNSKASVAVKKKKSGRGKGATSRSSVVGRGQEDQAPALPHTRHGQQQQQLIPPPPPPP
PPQPQQQLLPPQPQQQLPPPPQQQQQPPPPPPPQQQQGSWSCDHCTYFNEESPTICQMCSQHRGSWSCGICTYFNTAFAT
ICHICNQQR                                                                       
>Acoe_011_00202                                                                 
MHDIIYVDSSDDWHSGETTMDDEGSYPIGDSIDNECDEEEGYLESNNDDDTTSHGEKNYTVLSEDDIRRRQEKDILEVSS
VLSIPKFEASILLHHYNWSISNLHDAWFADEEKVRMTIGLSKKPVIEYPNAKKLTCAICFDTYWRHRMHAAACGHLFCSS
CWGSYISTSINDGPGCLMLRCPDPSCGAAVSQEMINALVSDEAKEKYARYLLRSYVEASRKSKWCPAPGCGYAIDFVLGS
GSYDVSCKCTNSFCWNCTEEVHRPVECDIVSKWMLKNTAESENTTWILANSKPCPKCKRPIEKRDGCMHMTCTPPCRFEF
CWLCLGSWLDHGDKTGGFYACNRYEKAKKEGVYDEAETRRAMAKSSLERYAHYYERWEYNEKSKVKAMKYLQELQTVHVE
KLSNDYCQSKFQLKFIVDAWLQIIECRRVLKWTYAYGYYLLEHDETKGQFFEYLQGEAESGLERLNIFADEDLKPFIDGK
FKSKDPNCAEGDLKTIIDGKSKSEDPNCAEEDLKPIIDETPKIEDFNAFRAKLSDLTTVTRKYFENLVRALENGLTDVDS
VGACNKPGNSKASAAVKSWRGRSGATSRSSIFGRSQEEQAPSLPQTHHGRQTQQQQQQQQGSWSCEHCTYFNQESPTICY
ICNQHRGSWSCELCTYFNSTSTTICQMCNGER                                                
>Acoe_011_00203                                                                 
MYWFLMRLKEKYARYLLRSYIEASRKSKWCPAPGCGYAVDFVLGSGSYDVSCKCTHSFCWNCTEEVHHPVECDIVAKWIL
KNTAESRSTTWILANSKPCPKCKRPIEKRDGCMRMTCTPPCRFEFCWLCLGSRSDHGNRTGGFYACNRYEKAGKDGKYDQ
TKETRKMAKNSLKKYTHYYERWAANERSRVKAMEDLQEMQTVHVEKLKNDYCRSELYFKFITEAWLQIIECRRVLKWTYP
YGYYLPEQFFEYLQGEAESWLECLHQCAEKDLKPFVDGKSKDLNGFRTKLSGLTTVTRNYFVNLVRALENGLADVDSVGA
CNELGNSKASVAMIKKKRKWQQRGSWPCGHCTYFNEESPTICQICNQRSGSSSCGLCTYFNSTSATICLMCNQQR     
>Acoe_013_00376                                                                 
MVSFQFRSRSANFIYSRSNLHDAWFADEEKVRMTIGLLKKPVIEYPNAKKLTCAICFDTYWRHRMHDAACGHLFCSSCWG
SYISTSINDGPRCLMLRCPDPSCGAAVSEEMINALVSDEISYVEASRKSKWCPAPGCGYAIDFVLGSGSYDVSCKCTNSF
CRNCTEEVHRPVECDIVTKWMLKNTAESENTTWILANSKPCPKCKRPIEKRDGCMHMTCTPRCRFEFCWLCLGSWLLS  
>Acoe_013_00920                                                                 
MGNTLQKEKQPGKKSEEHKHDEEDGSTFTCEVCVEPLSHQKRFRNRKRCSHRSYCLDCIAYYIEVKIEEYNFSDIKCPGL
DCDELLDPLICRSILPVKVFERWCDVLCEKTILPFQRAYCPYSECSALILNECGGKIMKTKCPNCKKFLCLKCGIPWHYG
YKCNETEQLRDQNDFLLCELMKEKKWRRCPVCNHCVELISGCQFVKCRCGATFCHGCGRKRTTEWCWCKRNIPEILKFVA
SSAVIFILLYCFGGSAALYIKNQK                                                        
>Acoe_013_00922                                                                 
MGNIVEKVKQTSEERPKEEKKEEVVEVEDDGLSFTCEICVEPVLSNKRFKSNKNCGHRSYCLDCIAKYIEVKIQEYNMSE
IKCPGLGCTEVLDPLRCRDILPVRVFESWSDALCETTLLQWQRVYCPYSDCSALILNECGGNVVKTKCPNCKRFLCYKCG
VPWHPGYRCNETGQFRGQDDFLLCQLMNERKWTRCPACSHGVELRSGCKFVRCRCGTIFCHACGRKRSREWCWCKRSITQ
HLKFSAFLALALMLACYCLWMGAIYMK                                                     
>Acoe_013_00923                                                                 
MGNTVQKPEKISEKCAEQQQGEEEDEKYVQAKIEDYNLSEIKCPALGCDESLDPVMCSSFLTAGVFVRWCDVLCESTLSQ
YNSVYCPFRECSSLILNECGGKIKKTKCPNCRKLFCFECKVQWHNGYRCDKTMQLGDENDNLMHQVMKKQKWRRCPGCNH
GVELISGCSHVKCRCGTTFCHACGRKRSNHWCWCMLMKPNLPCLCLRLVAVTLIILIFIPLFYFIVFWLHSIIGFIFIFL
VLVLGVFAICAILH                                                                  
>Acoe_013_00927                                                                 
MASTSSSSTTTTSTSNSIVSSDLHVDESYFSALVDSDELIPISDEKYAEALQLQEALMSSMVAHATTQICAQPLQNEVYD
GTGGESSNSKFFCEICMEGKEKEDMFEKNECCHSFCSDCIGKYISAKIQENISSVTCPDVNCKRVLEPEVCRSFVPEKVY
DRWMNALCESYILGSQKFYCPYNDCSAMLIDEGEEIVRQSECPTCRRLFCAQCRVPWHGDISCENFQNLNEYEKGRDDIM
VMELAKQNKWSRCPNCKFYVEKKDGCLHITCRCGFQFCYSCGATWSQYHGGCQ                           
>Acoe_013_00928                                                                 
MGNAIQKPKQSIKEFKKKCSIFTCDICYESRNKKFKHNKWKSHPICIECITRYIHTKVDENCLNIKCPHPKCKKILDPNL
YRSIIPLSLFQKWFDLTCRDTIMRFDRAYCPFSDCSVLILNECKDKVGKTKCPKCKRQFCFKCQVPWNVCGKCGEAGEMQ
DENDNLFRDLAIAQKWIRCPACYHVVERISGCPEVRCRCGIYFCYTCGRRLSDHYNGRCPRSRWL               
>Acoe_013_00931                                                                 
MNKNNSQKPGEREVSSFSCNICFNHDISSTKRFNNGGICKNHSFCVDCIEKHVQAKLELYDFGKIKCPGLSCKNLLDPLA
CRSFLSSKVFVRWCDVLCDSTLNQYQRSYCPFENCSTLIVNECGEHVSNAICPICKGLFCFNCGCRWHAGYGCNEARSTV
AKRNDVLFCDLIKKTNWRCCPRCQYCVERISGCDIIECRCGIKFCYLCGKKYCTDCVEKHVQAKLEVYNLAKIKCQLFRF
YFEVIEALVMPKREKYEKLASPHNIE                                                      
>Acoe_013_00932                                                                 



MVKDNIIEMAKENFGDIESQQQQQEEEQDDTSSFDCAICLNYVSSKRRFTNENRCLAHSYCLDCIQNHIQAKLDDYNIAE
IKCPALDCNEVLDPLVCRSVLSPRVFEKWCDKLCESTLTQCQKAYCPLQNCSTLILNECEASVTKSNCPVCKRVFCFNCE
RPWHAGYSCDEARGMTDRNDILFGALMETRRWQRCPVCKHCVELISGCSIIVCRCGIRFCYLCGRSRGAQHDCVCGRLER
AETCCRGICCPVIFALIIIIQATMYYFLLLRSMVKDNIIEMAKENFGDIESQQQQQEEEQDDTSSFDCAICLNYVSSKRR
FTNENRCLAHSYCLDCIQNHIQAKLDDYNIAEIKCPALDCNEVLDPLVCRSVLSPRVFEKWCDKLCESTLTQCQKAYCPL
QNCSTLILNECEASVTKSNCPVCKRVFCFNCERPWHAGYSCDEARGMTDRNDILFGALMETRRWQRCPVCKHCVELISGC
SIIVCRYEMSIHMWDPVLLFMWKEQGSTT                                                   
>Acoe_020_00166                                                                 
MDIEDDHVGSDDYYSDDADDDNVYDCDDDLSDETTTTTTTIMKSFGNKEKKYTVLSEYDILQRQEDCITEISNVLCVSRA
AASILLREYNWSVGKVHEAWFADEQKVRKTVCLLENTDVVVNSSNMEEKGFGGCKTDVHDAGCGHSFHSLYWKNYITKSI
EDGPAGCLNLRCFDPSCSVPVGQDLIKKIVSAKDNVTYLRYLVRSYVEGNHNTIKLCPAAHCDYAVEYKYKVSCRGNFDV
TCMCTYSFCWKCMEEAHSPVDCNTAANWMSRRNMTKSLNWILANCRLCPECKQPIETKDNEDAFHMTCVCGFIFCWVCLS
PWQDKHICWLYEDEKRRNMAKSLNDGYTRYYEKWESNESLRKKAKKDLQKLQAVYVEKLKNVRGMTSAELSFIIEAWQLI
IECRRVLKWTYTYRYYLPEAESKNYRLFEYLQGEAESCLERLHHFAEKDMLLQLQLYIDDGYGSGFNVFRENLSNLTNVT
QDLFMKLVQELENGHLVDAGSLGACTNSDISLTEKFTKLELS                                      
>Acoe_020_00574                                                                 
MGDGDIGVIEVVDLEKVHYSPISCRGRNKKDAILVEEYSDSMASLLQTKSFIDLTQVIYVDDDDEEVQEINPTTSAFRKK
PFRYPSVSETGQSSSFHDSKFICEICFEPKSSFDSFKIKGCKHFYCSECMAKYVASKLQENVTSIRCPVPDCLGVLEPEF
SRTILPQEVFDRWGDALCESLILGAQKFYCPFKDCSALLIDDGGVAVKDSECPHCRRMFCAQCKVPWHTGINCKDFQKLG
KGEREKEDILLMNLAKDKKWQRCPKCKFYVERSDGCLFMKCRCGFAFCYNCAAPMQGNNHNCTKCKR             
>Acoe_027_00069                                                                 
MDSDDDMYDSYSDQDIDIDSDGYIDDDNNYNCDDGNNDVESSTIVPHKKNYTVLSEDDLRGRQEEDITEVCNVLSISRVV
ASILLLRYNWSVVQVHEAWFADEEKVRSILGIMEKPIVQNDYQNSEELTFCGICLENYPRKIMIDVGCGHPFCSTCWNGY
IDTAIKDGPGCLMLRCPEHKCRVAVGQDMINMLASEEDKVKFSNYFLRSYVEVNKKMKWCPAPGCSYAVEFDIGSGSYDV
YCNCKHCFCWNCIEDAHSPVDCGTVAKWIFKNNDESENVQWILANSKACPKCNRPIQKNEGCMHMTCRVPCQYEFCWLCL
AKWISYDHKCNSFDKEKQEGEEKIKNMAKTLLDRYTHYYERWAANDKSRLKAMEDLQKMQDVNIDKLRSIQCQLQSQLKF
IADAWVQIIECRRVLKWTYAYGYYLSEEDKAKKSFFEYLQGQAEAGLERLHQCAEKELEVHLNADAPSEEFNEFRKKLAG
LTTVTRNYFGNLVQALENGLADVDSHGASEQVV                                               
>Acoe_027_00070                                                                 
MGIEDDDHVSDEDDYYSDDNVYDDLTETINTTTTMNSFGRDKEKNYTVLSEYDLRQRQEDYMTEVSNLLCVSKAVALILL
REYNWSVNKLHEAWFANEEQVRNKVGLIEKKPPIINGNTIMACKICYKRETVYDAGCGIHSFCSLCLKNYITKSIVNDGA
GCLNLRCPDPSCSVPIDQDLIKKVVSAKDNLTYFRYLVRSYFEGNSNIKLCPAANCTYAVEYKYKVVSCSRSNCDVTCVC
THSFCWKCMEEAHSPVDCGTAAKWISKRREETETMNWILAKCKPCPECKEPLDSTDIKKICSAASCNRMTCKCGFVYCWL
CHSRWKDTLHICQIELGADQIKRKRAKSLMDRYTDYYSRQWAANESIRECAKKNLQELQAVYMEKLKNVQGMTSSQLSFI
TEAWQLIIESRCVLKWTYADRYYLPGGEMKSQLSEYLQSEAESCLERLQHCAEEFNVHHHSNGYGLDFNVFCEKLSNLTN
VTQDLFMKLVQELENNVHLVHEGLCGNCNKRGISLTESDQSVIGPLPKKRFFGP                          
>Acoe_027_00071                                                                 
MDFEEDDHVSDDYYSDDDNVYDDDDLTDTTTMKDQKEKKYTVLSEYDIIQRQEDYITEISNVLCVSRAEASLLLREHNWS
VSKVHESWFSNEEQVCYMVGLLENTSITQNDGNSNMACKICYTQFGCDEKVHHDDAGCGSHSCCSLCWKDYITNSIVNDG
AGCLNLRCPDPSCSVPVDQDLIKKVVSAKDNVTYLHYLVRSYVEGNHNIKFCPVASCDYAVEYKYKVSCRGNFDVTCMCT
HSFCWKCMEEAHSPVDCDIAANWSDETKSLNWILDNCKPCPKCKEQIQPDTNLTFRMTCICGFEFCWSCLSPWIGWRHTC
NNDLDEDEKIRNITESMLDRYTHHYGKWKDNESLRQKAKENLQKFQAMEKLKNGQGIITEAMELIIECRRVLKWTYAYKY
YLPEGETKSQLFEYLQSEAESSLERLQHCAEMELEMQLYGDGYGLDFNLFCEKLSNLINFTQDLFMNLVQELENGHLVEG
SRVVTAPIEV                                                                      
>Acoe_027_00107                                                                 
MRWLIKEPKIRTVVDQVCLLEQKFDSCRPIYQGGENIKFAFRLAQDEIDSQITRSAESCRAMNLKETCSICLEDTDVAQM
LVVDGCLHCYCQSCLRQHVEVKLRLGMLPRCPHEGCDAKLDIPMCKKVLSPEWIDIMNRRIKESSIRVTERVYCPYPRCS
ELMSKSEVLPFIGIKLSQSSIKKCIKCHGLFCIDCKVPWHLNMSCREYKSLNPDPNAYATLKALATNRSWRQWVLSLDST
VLFTFTNNCSQAIWPATLAGGGQPQLSTTGFKLSPGESKTISAALPWSGRLWARTHCSYNPSRKFACATADCGSGQMECN
GAGAIAPATLVQFYLSAHLEGDLDNYSISLVDGYNLPVGVIPRATWCSNETSPSCTTDINKTCPPELMVKQPGGSDVIGC
KSACAAFKDPKYCCTKPYNTQRTCRPNMYSRIFKKACPLAVTYALDDKTSRTAACMAASEYIITFCPPKGF         
>Acoe_027_00109                                                                 
MATTSSHDDDVDLAFELQLQEAMTDSLIQSQIDSKETISDPQTLELLMKFEQERRDSEKWEVEMRRIRDELKIRTHDQKF
AREILQIPEDYWEKYGDNMQKPFGVSSSSSSSRAVPIDDGEPFRLYFKGLYSNVRVGNRLEIGSLAAIGAAVCDPRGNLI
SNVQKPLIDDWKSDWAPEDLMFKVDVKALIEGLNAALSLDIKKIDFFCDFYPLYQYITMRWLVRQEKIGTVVDQVCLLQR
KFSSCRPFYVARNDVMYAFKLARDAIDSQIIRSAESSRARNLKQTCSICLEDIDVGQMFTIDGCLHYYCVSCMKQHVEVK
LLHGMVPICPHEGCATQLNIPICRKFLPQDLIDLMHQRIKESSIPATEKVYCPYPKCSILMSKSEVLPYTTGIVIGIERS
VIKKCVQCHGLFCINCRVPWHSNMNCHEYKRQNPNPSAEDAKLKSLATTQSWRQCMKCKHMIELAEGCYHITCRCGYEFC
YTCGAEWRNKKATCRCRIWDERNIVNDRVNDRRQRR                                            
>Acoe_027_00110                                                                 
MRRIRDDLKRRIYDHKFAQEILQIPDKQWRNYGDKIEKPFGESSSSSSSSRARNDDCEPFKLYFKGLFSNERVGESSSKK
MVSIAGVGAAVCDPQGNLILNIQKPLVGDWKSDWEAHNLQLKALIEGLNAALSLDIKKVDCYCNFHPLYQYITMRWLVQQ



QKIRSLVDQVFLLQRKFDRCHFFHVARKDVKFAFKLARGAIDSQVTKSAESSRSKDSQESCSICLEDIDAGKMFSVDGCL
HRYCISCMRQHVEVKLLHGVVPGCPHEGCTTQLNITSCRKFLSPELIDRMSQRIAEASIPVTEKLYCPYPRCSVLMSKSE
VLPCTDNVYNGVDRSAIGQCIKCRRLFCINCKVPWHHNLSCIEYKKSNTKSNAEDAKLKSLATTQAWHQCIKCNHMIELV
EGCYHMTCRCGYEFCYTCGAEWRNKKPTCRCPIWDESNIVHDRQRRRLR                               
>Acoe_027_00111                                                                 
MDEILIAEQRRELMEATSLEADLDLAFQLQMQEALVASLALQPSTSSSSSSSSSSASKTPPVMDVSEIFTNSISTPSSAS
LQTLEFDKFQQEIKDRQQCEVEMLKITEDIKRRIHDQQFAREINEISDDEWEECGDEIEKPFGEGSSSRTIVHEPFRLYF
KGLIREEKVGNTDVNVSAIGVAICDHRDNLLLKIQKPLIGDWRNHREVEFKALIEGLNAAITLDIKRINFYCVNRTLFQQ
VTRRWVVKQRKIATLVSQVFQLQRKFELCRPLFVAGNDLKYAFKLARDVLDSQVTKSLDSIHTRNLNETCSICLEDTDAE
KMFSVDNCMHRYCFSCMKQHMEVKVLQGVIPGCPHEGCKYTLSLDGARKFLKPNLVETMTQLVKEASVPVTEKVYCPYPK
CSTLMSKSEALEYANKFMAADRSVVRKCVKCHGLFCIDCKVPWHSTMSCKDFKASNLSARVEEAKLKSLANQNLWRQCVK
CNHMIELAEGCYHMTCRCGYEFCYTCGAAWKNKKATCSCKLWDEHNIMDDYDDEDEEDDEWDDGEFDDDDDDDYAALHGR
HFIF                                                                            
>Acoe_030_00396                                                                 
MEFADGCESGNYVENKKLDLEVEEEEDFCSCCAEEDDWKESEEDSVIELMRADEKEFGLKLFFKGVSIAGTGDSDCGFSG
IGVVMERSLGVPVIQVQKKLDFYVEESVAEYLALLEGLVEALRSNTRRILAFTDCKILYDQLVHEDRVKNQLLIALKERI
MEHTSKLDSFILKLIPTIELERPLRLAQIAIGIVCLPSKGDKLIEDCSICCEEKLPSMMISMKCSHKFCSHCMRTYVEGK
MQTSQVPIRCPQLKCKYYISASECRRFLPEACYKMLEKVLVEANFLDSEKIYCPYPNCSLLLNPRQCISTRASSSSHVET
NCYECPECERFICLDCEVPWHASLTCEEYQNLPIEERDAGDITLHRLAQNEKWRRCQQCRRMIELTQGCYHMTCWCGHEF
CYSCGAEYNDGHQTCQCAFWDEESFEIPVTQSNDSGYWGWDSFDSVPTITDAYSDQERSQLALIQRFLAGGFGLSDHQPY
QSPPQCTDPYVDTIKELHQLPWLERFVSVISDNYYEDYTQMEFADGCESGNYVENKKLDLEVEEEEDFCSCCAEEDDWKE
SEEDSVIELMRADEKEFGLKLFFKGVSIAGTGDSDCGFSGIGVVMERSLGVPVIQVQKKLDFYVEESVAEYLALLEGLVE
ALRSNTRRILAFTDCKILYDQLVHEDRVKNQLLIALKERIMEHTSKLDSFILKLIPTIELERPLRLAQIAIGIVCLPSKG
DKLIEDCSICCEEKLPSMMISMKCSHKFCSHCMRTYVEGKMQTSQVPIRCPQLKCKYYISASECRRFLPEACYKMLEKVL
VEANFLDSEKIYCPYPNCSLLLNPRQCISTRASSSSHVETNCYECPECERFICLDCEVPWHASLTCEEYQNLPIEERDAG
DITLHRLAQNEKWRRCQQCRRMIELTQGCYHMTCWYEQFFPRLELLLLFYSAHTHTPPKMATWH                
>Acoe_032_00078                                                                 
MIYYNVKKIVLQRFLMFFVCQEQQLQFYFVNIIGVLAKFMKLGLLMNKKYVRKTVCLLENTDVVVNSSNIEEKGFGGCKK
DVHDAGCGHYFHSLYWKNYITKSIEDGPAGCLNLRCLDPSCSVPAGQDLIKKIVSAKDNVMYLRYLVRSYVEGNHNTIKL
CPAAHCDYAVEYKYKVSCRGNFDVTCMCTYSFCWKCMEEAHSPVDCDTAANWMSRRNMTKSLNWILDNCTLCPECKQPIE
TKDNKDAFHMTCVCGFIFCWVCLSPWQDKHICWLYEDEKRRNMAKSLNDGYTRYYEKWEANESLRKKAKKDLQKLQAVYV
EKLKNVQGMTSAELSFIIEAWQLIIECRRVLKWTYTYRYYLPEAESKNHRLFEYLQGEAESCLERLHHFAEKDMLLQLQL
YLDDGYGSGFNVFRENLSNLTNVTQDLFMKLVQELENGHLVDAGSLGACTNSDISLTKKFTKLELS              
>Acoe_058_00083                                                                 
MDSEDDMHDANDVDSLEDDFYSGETAMDNDSDDEGGYAFIDNDSDDSDNTTSHHQLNYTILSEEDIQQHQEEDITRISTV
LSLSRVSASILLRHYNWCVSKVHDAWFADEEKVRKTVGLLENPAVHYPNAKELTCGICFENYPRDRIHTTACGHPFCSSC
WKGYISTSINDGPGCLMLRCPDPSCGAAVGQDMINLLVSDEDKEKYSRYLLRSYVEDNRKTKWCPAPGCDYAVDFLVGSG
SYDVSCNCTYSFCWNCTEEAHRPVDCGTVAKWILKNSAESENMNWILANSKPCPKCKRPIEKNQGCMHITCTPPCKFEFC
WLCLGSWSDHGERTGGFYACNRYETAKQEGAYDETEKRREMAKNSLERYTHYYERWATNQSSRQKAISDLQQMQAVHIEK
LSHKQCQLESQLKFITEAWLQIIECRRVLKWTYAYGYYLPEHEHAKRQFFEYLQGEAESGLERLHQCAEKELQVYLNAES
PSKDFNEFRTKLAGLTSVTRNYFENLVRALENGLADVDSRGACSRTGSSKGLGGGNKGKGGRGKGTSSKSSGAGRGQEDD
AWSCEHCTYSNGKSATICQMCNHQRMDSEDDMHDANDVDSLEDDFYSGETAMDNDSDDEGGYAFIDNDSDDSDNTTSHHQ
LNYTILSEEDIQQHQEEDITRISTVLSLSRVSASILLRHYNWCVSKVHDAWFADEEKVRKTVGLLENPAVHYPNAKELTC
GICFENYPRDRIHTTACGHPFCSSCWKGYISTSINDGPGCLMLRCPDPSCGAAVGQDMINLLVSDEDKEKYSRYLLRSYV
EDNRKTKWCPAPGCDYAVDFLVGSGSYDVSCNCTYSFCWNCTEEAHRPVDCGTVAKWILKNSAESENMNWILANSKPCPK
CKRPIEKNQGCMHITCTPPCKFEFCWLCLGSWSDHGERTGGFYACNRYETAKQEGAYDETEKRREMAKNSLERYTHYYER
WATNQSSRQKAISDLQQMQAVHIEKLSHKQCQLESQLKFITEAWLQIIECRRVLKWTYAYGYYLPEHEHAKRQFFEYLQE
RLHQCAEKELQVYLNAESPSKDFNEFRTKLAGLTSVTRNYFENLVRALENGLADVDSRGACSRTGSSKGLGGGNKGKGGR
GKGTSSKSSGAGRGQEDDAWSCEHCTYSNGKSATICQMCNHQRMDSEDDMHDANDVDSLEDDFYSGETAMDNDSDDEGGY
AFIDNDSDDSDNTTSHHQLNYTILSEEDIQQHQEEDITRISTVLSLSRVSASILLRHYNWCVSKVHDAWFADEEKVRKTV
GLLENPAVHYPNAKELTCGICFENYPRDRIHTTACGHPFCSSCWKGYISTSINDGPGCLMLRCPDPSCGAAVGQDMINLL
VSDEDKEKYSRYLLRSYVEDNRKTKWCPAPGCDYAVDFLVGSGSYDVSCNCTYSFCWNCTEEAHRPVDCGTVAKWILKNS
AESENMNWILANSKPCPKCKRPIEKNQGCMHITCTPPCKFEFCWLCLGSWSDHGERTGGFYACNRYETAKQEGAYDETEK
RREMAKNSLERYTHYYERWATNQSSRQKAISDLQQMQAVHIEKLSHKQCQLESQLKFITEAWLQIIECRRVLKWTYAYGY
YLPEHEHAKRQFFEYLQGEAESGLERLHQCAEKELQVYLNAESPSKDFNEFRTKLAGLTSRTGSSKGLGGGNKGKGGRGK
GTSSKSSGAGRGQEDDAWSCEHCTYSNGKSATICQMCNHQRMDSEDDMHDANDVDSLEDDFYSGETAMDNDSDDEGGYAF
IDNDSDDSDNTTSHHQLNYTILSEEDIQQHQEEDITRISTVLSLSRVSASILLRHYNWCVSKVHDAWFADEEKVRKTVGL
LENPAVHYPNAKELTCGICFENYPRDRIHTTACGHPFCSSCWKGYISTSINDGPGCLMLRCPDPSCGAAVGQDMINLLVS
DEDKEKYSRYLLRSYVEDNRKTKWCPAPGCDYAVDFLVGSGSYDVSCNCTYSFCWNCTEEAHRPVDCGTVAKWILKNSAE
SENMNWILANSKPCPKCKRPIEKNQGCMHITCTPPCKFEFCWLCLGSWSDHGERTGGFYACNRYETAKQEGAYDETEKRR
EMAKNSLERYTHYYERWATNQSAKGNFRFTANASCAYREAESQTMPAGVTTQIHNRGLAPDVCSNGPMLMVITCLSMNTR
SDSSLSTFKVRLSLGMDSEDDMHDANDVDSLEDDFYSGETAMDNDSDDEGGYAFIDNDSDDSDNTTSHHQLNYTILSEED



IQQHQEEDITRISTVLSLSRVSASILLRHYNWCVSKVHDAWFADEEKVRKTVGLLENPAVHYPNAKELTCGICFENYPRD
RIHTTACGHPFCSSCWKGYISTSINDGPGCLMLRCPDPSCGAAVGQDMINLLVSDEDKEKYSRYLLRSYVEDNRKTKWCP
APGCDYAVDFLVGSGSYDVSCNCTYSFCWNCTEEAHRPVDCGTVAKWILKNSAESENMNWILANSKPCPKCKRPIEKNQG
CMHITCTPPCKFEFCWLCLGSWSDHGERTGGFYACNRYETAKQEGAYDETEKRREMAKNSLERYTHYYERWATNQSSRQK
AISDLQQMQAVHIEKLSHKQCQLESQLKFITEAWLQTCAQMDLCLWLLPAMDSEDDMHDANDVDSLEDDFYSGETAMDND
SDDEGGYAFIDNDSDDSDNTTSHHQLNYTILSEEDIQQHQEEDITRISTVLSLSRVSASILLRHYNWCVSKVHDAWFADE
EKVRKTVGLLENPAVHYPNAKELTCGICFENYPRDRIHTTACGHPFCSSCWKGYISTSINDGPGCLMLRCPDPSCGAAVG
QDMINLLVSDEDKEKYSRYLLRSYVEDNRKTKWCPAPGCDYAVDFLVGSGSYDVSCNCTYSFCWNCTEEAHRPVDCGTVA
KWILKNSAESENMNWILANSKPCPKCKRPIEKNQGCMHITCTPPCKFEFCWLCLGSWSDHGERTGGFYACNRYETAKQEG
AYDETEKRREMAKNSLERYTHYYERWATNQSSRQKAISDLQQMQAVHIEKLSHKQCQLESQLKFITEAWLQVQFIILYDM
YLSYMDSEDDMHDANDVDSLEDDFYSGETAMDNDSDDEGGYAFIDNDSDDSDNTTSHHQLNYTILSEEDIQQHQEEDITR
ISTVLSLSRVSASILLRHYNWCVSKVHDAWFADEEKVRKTVGLLENPAVHYPNAKELTCGICFENYPRDRIHTTACGHPF
CSSCWKGYISTSINDGPGCLMLRCPDPSCGAAVGQDMINLLVSDEDKEKYSRYLLRSYVEDNRKTKWCPAPGCDYAVDFL
VGSGSYDVSCNCTYSFCWNCTEEAHRPVDCGTVAKWILKNSAESENMNWILANSKPCPKCKRPIEKNQGCMHITCTPPCK
FEFCWLCLGSWSDHGERTGGFYACNRYETAKQEGAYDETEKRREMAKNSLERYTHYYERWATNQSVCIL           
>Acoe_072_00145                                                                 
MKSSPEKNQEDEELRLSGFLRPRRSTYSKPLPPPEREFFGEFSKIHYQNDFPKDKPKLLNDFRPNFTIQLRLSSNDDSSN
SNRRVFEDQVHRLVDRCSPKPDYKYFFPAKYVCATLQYRQWNDTKDAIVYLWDQRLKGFHSLNPNLISNVTVPSDKDELR
SSLKTLFENHVKGLLDGEIVKKWSSKMDLLSKEVGNIDSMLSRKGGVKLFQFNMMQKKKEGLVTELELIEKRLEEFTISM
NCILSHIDGSQYCMPFDDEAELNVLRFPGELVWDQIHFVILRECRRLDDGLPIYSCRREILKMIHNQQAMVLIGETGSGK
STQLVQFLADSGLADAGSVICTQPRKIAAMSLAQRVREESDGCYKNNPVICYPSFSSAQGLKSKVIFMTDHCLLQHYMND
RTLAGVSYIIVDEAHERSLNTDLLLALLKGLLLERHNLRLIIMSATADACKLSDYFFGCGTYHVVGRNFSVEIKYVPSAC
GESNAIWRPHFGNCAPYVSDVVKTVTEINRTEKEGAILAFLTSQTEVEWACEKLNAPSAVALPLHGKLSSEEQGKVFKNY
KERKIIFATNLAETSLTIPGVKYVVDCGLVKDSRFEPSTGMNVLRVCRISQSSAEQRAGRAGRTEPGKCYRLYSEEEFQS
MPSYQDPEIRKVHLGIAMLRIIALGIKNVRDFDFIDAPSPKAIDMAIENLIHLGAIICKNGAFEFTEDGRYLVKLGIEPR
LGKLIIESLHFRLGKEGLVLAAVMANSSSVFYRVGNDEDKLKSDCLKVPFCHRDGDLFTLLSVYKEWEKLPMVNQSKWCV
NNSVNAKSMRRCKEAVDELEHCLKNELASIIPNYWYWNPDVPTEHDKNLKKVILSSLAENVAMYSGHDRLGYQVGLSKQY
VQLHPSSSLLIYSQKPSWVVFGDILSISSQYLVCVTAIDHDCLYTLSPSLLDVSEMEKHKLHANVMTGFGTILLKRFCGR
ANSSLFSLISRVQSACMDERIGIEVDIDKNEIQLFASSKNMEKVTTLVNDALQYEAKWLRDECTEKYLYRGGPGITPSLA
LIGAGGEIKHLELQKRYLTVEVFHPNARAIDDKELLMMFEKRVSSISSIHRNLSIGHDCEDSEKWGKITFLTPEAAEKAV
TEMNDIDVNGSLLKVSPSRITSGGERFTFPAVRVRVCWPRRYSKGYAFVKCAREDLYTIVSNFSGLVIRGKFIRCEISKN
EDCVLVHGIDKELSDPELFDILSTATYRKIFDIHLVRGEAVNTPSYATCEEALAREIAPLIPSKNSLVKNFHVQVFPPEA
KDYTMKAVITFDGRLHLEAAMALDHIQGKVLPGCRSWQKIQCYHMFNSSVFCPSFVYPVVRQQLESLFKHQNGGSYTLER
NDNGSYRVKISANATKTVADMRRPLEQILSGKNLNHDSLTPSILQLVFSRDGIKLLKSLQMDTGTFIMYDRQKLNVRIFG
PEEKVSVAEKRLVQSLLVLNENKQHEIRLRGKGLPYNLMKEVVKKFGSDLHGLKEKVPDAELLLNIRRHALLFQGNKEVR
QKVEEIISEVARSLSDSGLSEVPEGEIACPICLCELEDCYQLEACRHSFCRSCLVDQCESAIKSHEGFPLRCTQEGCGIP
ILLADLRSLLTAEKLEDLFRASLGAFVALSGGMYRFCPSPDCPALYRVAPPGLDGMGAEPFVCGACHVETCTSCHLEYHP
FMKCERYKLFKEDPDHKSLKEWCKGKDEVKCCPVCGHTIEKYEGCNHVECKCGNHICWVCLDYFGTSRDCYDHLGTEHPA
VHLEAFMKSSPEKNQEDEELRLSGFLRPRRSTYSKPLPPPEREFFGEFSKIHYQNDFPKDKPKLLNDFRPNFTIQLRLSS
NDDSSNSNRRVFEDQVHRLVDRCSPKPDYKYFFPAKYVCATLQYRQWNDTKDAIVYLWDQRLKGFHSLNPNLISNVTVPS
DKDELRSSLKTLFENHVKGLLDGEIVKKWSSKMDLLSKEVGNIDSMLSRKGGVKLFQFNMMQKKKEGLVTELELIEKRLE
EFTISMNCILSHIDGSQYCMPFDDEAELNVLRFPGELVWDQIHFVILRECRRLDDGLPIYSCRREILKMIHNQQAMVLIG
ETGSGKSTQLVQFLADSGLADAGSVICTQPRKIAAMSLAQRVREESDGCYKNNPVICYPSFSSAQGLKSKVIFMTDHCLL
QHYMNDRTLAGVSYIIVDEAHERSLNTDLLLALLKGLLLERHNLRLIIMSATADACKLSDYFFGCGTYHVVGRNFSVEIK
YVPSACGESNAIWRPHFGNCAPYVSDVVKTVTEINRTEKEGAILAFLTSQTEVEWACEKLNAPSAVALPLHGKLSSEEQG
KVFKNYKERKIIFATNLAETSLTIPGVKYVVDCGLVKDSRFEPSTGMNVLRVCRISQSSAEQRAGRAGRTEPGKCYRLYS
EEEFQSMPSYQDPEIRKVHLGIAMLRIIALGIKNVRDFDFIDAPSPKAIDMAIENLIHLGAIICKNGAFEFTEDGRYLVK
LGIEPRLGKLIIESLHFRLGKEGLVLAAVMANSSSVFYRVGNDEDKLKSDCLKVPFCHRDGDLFTLLSVYKEWEKLPMVN
QSKWCVNNSVNAKSMRRCKEAVDELEHCLKNELASIIPNYWYWNPDVPTEHDKNLKKVILSSLAENVAMYSGHDRLGYQV
GLSKQYVQLHPSSSLLIYSQKPSWVVFGDILSISSQYLVCVTAIDHDCLYTLSPSLLDVSEMEKHKLHANVMTGFGTILL
KRFCGRANSSLFSLISRVQSACMDERIGIEVDIDKNEIQLFASSKNMEKVTTLVNDALQYEAKWLRDECTEKYLYRGGPG
ITPSLALIGAGGEIKHLELQKRYLTVEVFHPNARAIDDKELLMMFEKRVSSISSIHRNLSIGHDCEDSEKWGKITFLTPE
AAEKAVTEMNDIDVNGSLLKVSPSRITSGGERFTFPAVRVRVCWPRRYSKGYAFVKCAREDLYTIVSNFSGLVIRGKFIR
CEISKNEDCVLVHGIDKELSDPELFDILSTATYRKIFDIHLVRGEAVNTPSYATCEEALAREIAPLIPSKNSLVKNFHVQ
VFPPEAKDYTMKAVITFDGRLHLEAAMALDHIQGKVLPGCRSWQKIQCYHMFNSSVFCPSFVYPVVRQQLESLFKHQNGG
SYTLERNDNGSYRVKISANATKTVADMRRPLEQILSGKNLNHDSLTPSILQLVFSRDGIKLLKSLQMDTGTFIMYDRQKL
NVRIFGPEEKVSVAEKRLVQSLLVLNENKQHEIRLRGKGLPYNLMKEVVKKFGSDLHGLKEKVPDAELLLNIRRHALLFQ
GNKEVRQKVEEIISEVARSLSDSGLSEVPEGHAWLISASLQLKAMKGFHCDVLRKVVGSQSCLQI               
>Bdis_1g14390                                                                   
MASDDECYYEEEEDDEGLDADEDYVGLHEEAAPSPQHCGDHWAIPRKSLSAAQEQDLSMASNLVNIERHNARALLIHHRW
KMDRIHDFLVRKGRDRMLKEAGIVVPREAGSASRSGTTITDQRMATKRPRAISLAMYVLRTSIRAASRTWTAGIASATIE
LETIDHLLIQCLFLCLVWFLSLNRRNLAHLDSVSGFGSSNSVDYPSIASRPAKERKFIGSLLLLVLRAICLERNECIFNY



CSRPPHILDECILEEIRRWKDVGWAGHLLASLDMGKKQIRCMALKCPAICGDGMVRRLLGQKYPDAVLRFERFIVESYLE
NNETVKWCPSAPHCGRAIRVEASERYCEVECPCGVGFCFNCAAPAHSPCPCPMWDKWDAKFRGDSENLKWIAVHTKSCPG
CQKPIEQNGGCNHVRCRCGQHLCYACGAVLDSTHNCNRYKEGNANANVNSIRREMLRYTHYCDRYNVHLSSYKMEQEKLW
PAIDKRIRQLESACVIRPIIRDSSWLTRAHRSLLRSGQVLARLYAFPYYMFGGGEVRTYPSEKANLAMAQVLFENQQEQL
ERNVERLSKVLAAEMPVLAEEELLRTMQETANLAKIVETHCGEIYKCIQDKLLPLLVDPMSIATYRPDGPEKAKELPA* 
>Bdis_1g14425                                                                   
MASDDECYDYDYDYDEAEEEEEEGVGIGDDDDLLEEDTPAPDRPADCWAITRECLSAAQQQELSVVTSLLNIKQHNARAL
LIHHRWKVDCIYDHLDRKGRDQMLREAGIILREDNNSRAAPSITATCIVCFDEFSLSDVSMECGHCFCNECWTEYFYASL
DTGKKQIRCMGEKCWAICDEAMVQHLLGRKYPEAAQRFERFLLESYLENNETVKWCPSVPHCGHAICVGAGERYCEVECP
CGVSLCFNCGEQPHSPCPCAMWKLWEVKCNGESENVNWILANTKNCPKCFKPIEKNGGCNLVTCECGQHLCWLCGGATGF
KHTYTSIEGHSCNRFVGEEKKKVDNAKRQLHRYTHYYDHFKIHGDSFKAEQEKLGPAIEERVKQLESDHGRLLFRDADWL
TDAHRSLLRSRQVLFEDHQEQLERHVERLSKALSEDVPAMPEEDLRRAKQEAINLARIVETHCGEVYKCIQDELLPLLVE
PVSIATYRPRGPDKAKEFLPAS*                                                         
>Bdis_1g14430                                                                   
MASDDECYFFEDDGDEEEAVWDGLAVEADEEDLGLLEEDAPLPQLRSDCWAITPESISAAQKEDLLIVMNLLNIKQHHAR
TLFIYHRWKLDRIYDCLDRKGRSRMLREANIVLQENSRTPSRSAKCNVCFDDDLDLTAVSTMDCGHCFCNDCWTEHFYAA
VNSGKIQIRCMEVKCLAICEEGIVRSLLGKKYPDAAKRFDRFLLESYLEDNDSVKWCPSVPHCGHAIRVGTGDRYCEVEC
PCGVSFCFNCMEQAHSPCPCTIWKKWNAKKHGESENIKWILKNTMSCPKCFKPIEKRDGCNLVRCKCGQCMCWICGAPTG
SAHTWSTIEGHSCNRFKESNNKVDTGRRQLERYTHYCNRFKIHEDSYKEQQQKLGPAIKERVKQLESDHLKRPRTIRDGS
WLIQAHQRLLRSRQVLSRSYSFAYYMFGGELRTHPAEKSNLTPAQNLFENQQEQLERHVEQLSKVLTRDVPALTNQEILL
VKQEAVNLAKIIGTLCGGMYKCIQEELLQLLMEPMNIATYMPEGPDKAKEFLV*                          
>Bdis_1g21270                                                                   
MFISSCGFNVLITFPLHAGVSYNFEKTENGIFRVKLTANATKTIADLRRPLEILMKGKTINHPDLTLSAVQLLLSRDGVA
HLKSIEQETETYILYDRQSLTIKVFGDQDQMATAETKLVHALSQLLEKKPLEIRLRGHNLPPDLMKKTVENFGVNLEGFN
KEMPAVKVDLHKHRHLLKVWGSKEDKQRVEGMISELIMSVKHNALVQLPSENVAGNKEDQKRVDDSELSKDACPICLCEA
EDPFKLESCGHMFCRACLVDQCDSATKSHDGFPICCLKTGCKKPFLIVDLKHLVSNEKLEDLFRASLRAFVASRSGMYRF
CSTPDCQSIYQVAALNAETKPFVCGACFVEICTKCHLEYHPFMSCKDYKQYKEDPDATLLEWRKGKGNVKNCPSCGYTIE
KADGCNHVECRCGSHICWTCLENFRSSEECYGHLRSVHQSFVDIVPIEKLRCCPNIKRQVRLELAALLPGIMSIIALIGP
EGSTELMIPCPACHSWFVFVRYGYRVHLTPAESSSPITANAVPGDIEQQNKLFTPDEDTKLTPKPAENTPPGFRQPKQRT
GGGFLTVPEPKSHDPDLVGLYWQGQELESYFA*                                               
>Bdis_1g69300                                                                   
MGRGDAEEVSPPVSSPELEQDDGDDDCYLSDQEDDALEESVLQVLEDGHLEDCHWSSSSVITKEYLLGAQKEDLRKMIEL
LGLKEHHARTLLIHYRWDVERIFELLDQKGRDRLFSEAGIPLRSTSNAGLPSVTEVTCNVCYDDVPISAVSEMDCGHNYC
NQCWTEYFIVKINEGQSRRVKCMAPKCNAICDEALVRKLVSAKCPDIAERFERFLLESYIEDNDTVKWCPSTPHCGNAIR
VKGDIHCEVECTCGRQFCFNCSSEAHSPCSCVMWELWIKKCRDESETVNWITVNTKPCPKCHKPVEKNGGCNLVACICGQ
AFCWLCGGATGRDHTWSSISGHSCGRFTEDQSTKTEQARRDLYRYMHYHNRYKAHTDSLKQEAKLKRDIQWKISISENKD
SKIKDYSWVINGLNRLFRSRRVLSYSYPFAFYMFSDEIFKDEMTPQERELKQNLFEDQQQQLEFNVERLSGFLEKDFQNF
ADDEVMDTMKHVINLSNVVDRLCKQMYQCIENDLLYPLRTPHNIAPYKSKGLDRASELHICLDSAEQSSQSMKYSHDEHK
TQPGLHSNESGSSLLGKRPILPLHGSSSDNSGRPSHKRERKSGGALFDLNVPAELADKS*                    
>Bdis_3g37420                                                                   
MADQAAAAGQPQPLGYLCGICRELVPELHRGGSCAHAFCRACLTGHVRAKIETGGGGAPVRCLYCDGKLEAELCRAVLPG
DLFERWCAALCESLFLGARRVYCPFPNCSEMMVADDEEEEEGCKKGAGERVTPSECQVCRRLFCAVCCVPWHDGVDCDAY
MKLGKGDSRRKEDMVILEMAEKKKWRRCPKCQFFVSKIDGCFHIICRCDYEFCYGCGIEWGSSCTCEDDIDNDDEDDSEN
EDSDYNGL*                                                                       
>Bdis_3g41760                                                                   
MDSDSDVPVPSDEEMGDDEDYYYDYSDDNGGSSDGGEGGGVDEESGDEQLDAGEYEGSVEAVSRREQRYIVLNETDISER
QEEDISKVCAILLIPREEACVLLHHYKWNISKLNDEWFSDEEKVRDIVGLPINGIEFQNSRKLTCGICFEGYSSDMMSSA
GCAHFYCHECWGGYISSAVSDGPGCLSLRCPDPSCSAVVLQGMINKLGKDEDKERYARFALRAYVEGSRKTKWCPAPDCT
CAVEFLSDGNYDVSCNCNFRFCWNCTEEAHRPVNCATVSKWILKNSAESENMNWILANSKPCPKCQRPIEKNQGCMHMTC
TPPCKFEFCWLCLSSWAEHGERTGGFYACNRYESAKKEGIYDETEARRERAKNSLERYMHYYERWASNQTSRQKALVDLQ
KAEKEHLKKLTNSYGIPETQLKFITDAWSQIIECRRVLKWTYAYGYYLEDKVKSEFFEYLQGEAESGLERLHQCAEKELQ
GYLPFSKHSNDTLPSPAEFSDFRVKLTGLTSITRNYFENLVQALEGGLEDVKYNAEAATSSAATTSKIAGTKAKATKKQR
SGSSSDHSDDTWPCERCTFLNPNAVDLCSACSKPRYNA*                                         
>Bdis_3g48130                                                                   
MDSEDDARDSADEDFYSGGEAGLALSDDGDADYDFADHDSDDSDDLISHRQQQNYSILSEADIKQHQADDMNRVSTVLSI
SKSEACALLRSYNWSVSKVHDEWFVDEERVRSAVGLPEKQIEMPNERELTCGICFESCPRESMSAASCGHPFCGVCWRGY
ISTAINDGPGCLMLRCPDPSCSAAVGQDMIDLLASDEDKGKYDRYLCRSYIEDNRKTKWCPAPGCEYAVEFVVGGGSYDV
SCGCSYGFCWNCTEEAHRPVDCSTVSKWILKNSAESENMNWILANSKPCPKCKRPIEKNQGCMHITCTPPCKFEFCWLCL
GPWSDHGERTGGFYACNRYEAARQEGAFDDSERRREMAKNSLERYTHYYERWAANQSSRQKALGDLQSLQNDKLEKLSDL
QSQPESQLKFIIEAWLQIVECRRVLKWTYAYGYYLPDNEHAKRQFFEYLQGEAESGLERLHQCAEKELQIYLDADCPSKD
FNDFRTKLAGLTSVTRNYFENLVRALESGLNDVGPNSSHGACSKAVSSKSLGGKSKSGKSKAPSASKSGSSTRGMDDGNI
WACDQCTFANPRSARSCQVCDHQQHR*                                                     



>Bdis_4g00980                                                                   
MEDRFVDADDVFAGNSRCEDDFRSCCGDEEWEDTEESFTAGVVKGGLDETSVLLFFKGVSSSEAEGKKLSGIGVVMESSP
GVPVIRVQKKLDFYVDELVAEHLALMDGLLVALQNGIKKIFAFTNSEKLYFQIAEAEILEDQLLVALGHRILELVDKLED
FDLILLPSFELERPLKLAKEAIGIKYFSPYEVSTCPICCEERLGSQMIKVGCSHKFCYSCLIAHVEEKLQASKLPIRCPQ
FRCKYHISAGECKSFLPARSYESLERAFAVPGTSDMERFYCPFPNCSVLLDLSQHFSRASSSSQSDLNCVECPECHGDIC
INCGVPWHMMMGCDEYQSLPIEERDAGDLSLHRLAQNNRWRRCQRCRRMIELTEGCIHMTCWCGHEFCYSCGAEYNNGVQ
TCQCVFWDEDSIEPSPAAHSRQASEIWAWDTFDCMPTAVEGYSEQERAQLALIQRFLAGGFSLGDHPSQSPPRCSDSYIV
DTMKDLHQLPWLERFVSVISDTYNDDYIQ*                                                  
>Bdis_4g30420                                                                   
MAASAAARDRFLTVYISSDDEDDDVAVIGASSSPEEVQIQQAILLSIDSSASPITIPSSSPGTSAAGSSRGSIPLRKGKR
KLPLELPLFPVTPRGSLLKAAETHQVIDVDDDRLNQVIDLDGDGSLHQPIGLHQPIGLHQPIDLDAGGSGSIPIKEAGDG
ARGSRHDVPRELGGCSYILDGDDRREERGEEIIDGEFDCTICTETVPGIERFPIAGCAHAFCVGCVRQYIAAKVEENLLS
IGCPDPGCKDGVLLPEECRHVIPPPLFQRWGAALCDMALGDLKFYCPFKDCSALLANDDPGDGDAAAAGAAVVTNVECPH
CNRVFCAQCKVPWHDGVDCAEFQRLGDDERGREDLLLKKVAQEKKWQRCPKCKVYVERVAGCQFMVCR*           
>Bdis_4g30430                                                                   
MEAPAIAEDPYFPIYISSDEDDGISFIGPSYNPEAIQIQEAILLSIDSSRAPSAIASSSSPSGPSSAGTSGESAHESPPD
RKGKRKLSSEEDDPSDSRKRRKRNRFKCTICMEKVQVSEQFLVSHCAHAFCKSCVGRYVAAKVSENVELIGCPDPECAEG
FVEIGPCRDIIPQELFDRWSVALCELALGNQKYYCPFKDCSALLIKDNDGTVKIRETECPHCHRLFCARCRVPWHDGIKC
KELRKLGDDEKGEVDLMFKKLADKKKWQRCPSCKVYVSRIAGCLLMKCRCKQYFCYHCAAPMKKDLHYCRNCKR*     
>Bdis_4g35080                                                                   
MDSDDDLRVASDSELVDGADYHYCSDGESNGGRSDDDGFDVGGDAYEVGDEVVAMREKRYIVLTENDIRERQEEGINRVS
SIFSIPRESARILLRQYKWNVSKLSDEWFTDEDHVRRFVGLPTDGVILPDCQKLTCGICFEGYSTSALSSASCVHFYCNE
CWEGYISASINDGPGCLALRCPEPSCSAMVLEETINRLAKDEDKVKYKKFVLRSYIEDNKKMKWCPAPDCTRAVEFLGDL
NYDVSCMCKFNFCWNCTEETHRPVSCETVSKWILKNSSESENMNWIIANSKPCPKCKRPIEKNQGCMHMTCTPPCKFQFC
WLCLGAWSEHGIRTGGGYYACNRFESAKEKGIYDEAEARRERAKNSLVRYMHYYERWASNQTSRQKAQADLQKAASENLA
KLSDVFGIPETQLKFIPEAWSQIIECRRVLKWTYAYGYYLDDKAKSEFFVYLQGEAESGLERLHKCAEKDIHAFLPKAGK
TEPAPSLEDFSKFRVKLAGLTSVTRNYFENLVRALEAGLEDVHGMGQSTSQSTSNNTTGTSYKKLVTTGKSGRNKAARLS
*                                                                               
>Bdis_4g37780                                                                   
MAARRSREKRYGVLTMDALRALQEEHTARVADLTLLPPALAAAVLRHCKWSAAAVEDRWFSGEQRVRDAVGLPGSGSGCC
ATNPAPLTCAICFDAHGAGEMRAAACAAHFYCLGCWRGYLRAAVADGARCLSLRCPDPSCPAAVARDLVSSAADPDDARR
YDEFALRSFVEESKGSIRWCPAPGCAHAVRYLEGEACREQLDVTCACAHAFCLACGEEAHRPVPCATVRAWIEKHASDSE
TANWVLANTKHCPECRRPIEKNMGCMHMTCSNPCRHEFCWLCLGPWKGQHDGGYYDCNRYNAERAQGKASEDELRRRQAK
ASVDRYLHYYERWAAHERSGKKAREDMAALAMSSPGGESEALAKAFGVLETELDFLTAAYRQVAECRRMLRWTYAYGYYL
ENPAKLEFVEALQSDAEASLERLHGCAEEERAGLVKGDDPAGSFAAYREKLASLTLVTRNHFENLARAFKNDLAEVTAVA
YTKTPAAVAAPGSDDDDYDV*                                                           
>Bdis_4g45200                                                                   
MASAAADDDLDLAFRLQLAEALQASLRLDTRNPSSSKTPAIASSSTSSSSSRPGPLDSDAAYALALHAADLRRAEEDHRY
AKACRAYHARAAASVRVAAHDAVFARELAAVPEDRWADDGDNIERPLESSAAAGPLFRVFFKGMSSKEVVAPRDRDPGVA
ALAVAICGPQGEVVLRVQKPVQAFVGGRMTLEVMALNEGLHAALGLGIQSVKIVTDYRSLSNHLLGYWHPTQKKVIDVLN
QAASLRKKFQRCQISLVQRNQLDYVMKLARDSIDSQVAKAAAMDASKEKRETCTICLEDTDVTKIHAVEGCGHRFCFSCM
KEHVKVKLLDGTLPACPQDGCTTKLSVEGSKIFLSPRLLDIMVQRIREAQIPPTQKIYCPYPKCSALMSLSEVIRPMQES
SSKYTIADAATLRNCVKCRGSFCISCKVPWHDRMSCYDYKRRYPHARPEDAKLQNLARQQLWRQCIKCKHMIELAEGCYH
MTCVCGYEFCYTCGKEWKEKKATCSCPLWDEGNIIHDDSDEDDDDDDDDYDEDEDDDDDYYPANQDHGRHHGGGGAQVHY
GYNNNPGRHRRGGAPRIFYNYNN*                                                        
>Bdis_5g14350                                                                   
MDSEDDMHDANDSADDDFYSGGEAGLAASDDGDADYDFADHESDDSAELLSHRQQQNYCILSEAGIKQRQEDDINRVSTV
LSITKSQACALLRSYNWSVSKVHDEWFADEERVRNVVGFPEKCIEMPNDRELTCGICFESCRRASMSAAACGHPFCSTCW
RGYISTAINDGPGCLMLRCPDPSCAAAVGQDMINLLADDEDKEKYGRYLCRSYIEDNRKTKWCPAPGCEYAVEFVMGSGS
YDVNCNCSHGFCWNCTEEAHRPVDCATVSKWILKNSAESENMNWILANSKPCPKCKRPIEKNQGCMHITCTPPCKFEFCW
LCLGSWSEHGERTGGFYACNRYEAARQEGAYDESERRREMAKNSLERYTHYYERWAANQSSRHKALGDLQSLQNDKLEKL
SDIQSQPESQLKFIIEAWLQIVECRRVLKWTYAYGYYLPEHEHAKRQFFEYLQGEAESGLERLHQCAEKELQIYLEAESP
SKDFNEFRTKLAGLTSVTRNYFENLVRALETGLNDVGPSTSHSTVIKSTSSKNLGGKSKSGKNRASSASSKSGSSSRGVD
DSNIWTCDQCTYINPRSAKTCQACDHQHR*                                                  
>Bdis_5g20070                                                                   
MPPKSRKAKGGRGSPRKVHKKAAAVPEPSPDHEYPYDAEVPNAAAAADALERLDVSAETAEDAPVETPPPQPEVPAPPPA
QPHMEASSSGSAAADGGREEEAMRRLQELVGIGREEAELTEEEARANDQRQEDEICALEAIFGDTVVIFNRNEGQRSFQV
HVHIEIPDGTDVSVRLSYGAGTLNYKGIRDGDASDDLVYKFRVEHLPPILLTCLLPSSYPSHQPPFFTMSTEWLDKVMIS
SLCHMLDIIWEEQHGMEVIYQWVQWLQSSSLSYLGFDNEIVLSKGGLTSVEDGGDKHACPDNAAPDVTIPRIIRYNDDKR
HEAFLHAIHDCMICFSEFPGVDFIKLPCHHFFCQKCMQTYCKMHVKEGTVVKLLCPDTKCQGIVPPNILKRLLGKDEFER
WEGLLLQRTLDAMADVVYCPRCQTACLEDAGDEAVCSGCLFSFCTLCRERRHVGVECLSPEEKLLILEKRQKSGLVNGDI
QKIMDEVRSVKEILKDAKQCPRCKIAISKTEGCNKMTCWNCGRFFCYQCNAAISGYDHFKGDCVVFDQEELDRWELENRN



QRQAVAQAHADMFEGEYAYPCPTCRQPTPKIGNNNHLFCWACQRHFCALCRKHVHKTSEHFGPKGCKQHTADP*      
>Bdis_5g20107                                                                   
MENPHGGSHGETDLLPEATRMLHEIALRNREEGEEPDLPEEQLRSNDQLQQDEMLAMEAIYGGNLYIFDEKSVPRSFQIR
VHCEIPDGISISAELVHGIDNDPNSQSFDTFSVDHLAPISLTCLMPPSYPSHHPPYFTIGVQWLDSMKVSSLCHMLDSIW
AQQPGQEVIFEWVQWLQSSMLSHLGFDDGIVIWQPGSRMDPVDVRVVGDILSVESVVQQLISYSEEQCHESFLHGLHVCR
ICFSEYTGVDFIKLPCRHYFCLSCMGTYTRMHVKEGSVLKLVCPDNKCGGVVPPDLLKRLLGNADFERWERLILQKTLDS
MSDVVYCPRCQTACLEDEDNAQCSKCLFSFCTRCRDRRHVGGRCITPEEKLLSLQEREKVRHLAKGNTERRVILANEIIS
IKEIIRSSVPCPHCGTFISRMSGCNHMCCSNCNKFFCYDCGKALNPDHTSERCRIDRENLRVNVETKDVFKKIQKELKHE
LRRAHPCPSCHQPNLKMGNNNHILCGTCQVHYCALCRTVVRKSSKHYGPRGCKQHTADPEITQIGTKKNDDS*       
>Bdis_5g20120                                                                   
MAAASAVASSPQALEAHPAVPVQEFSVEASSSSSSRAVEARPVSCNGGGEECVLERHSPWVAAAEAESRLGEAASAGLYL
RVEKLAEEELRDNRQRQDDELMALEAIYGDDLAEFENKGELRYFQIYIHYDLHDGVEVCAKLSSANDSPKDVGCPDDGTE
EHGDRPDEFSYTCNFEYLPPLVLTCLLPLSYPSKDPPYFTATAKWMDGPDVSQLCEMPDNIWAELPGQEVVCQWVEGIRN
SSFSYLRFDGKITLGPDIATHKLDNRAISRSLPLESVIPSMLSYSSKKHYEAFLQDFHMCMICLNQTKGSNFIKLPCQHL
FCVKCMETLCGMHVKEGSLFQLVCPDTKCSASIPPYLLKTLLSEGEFQRWDRLTLEKALDLMSDVVHCPRCSIGCLGDED
YNAQCPKCCFVFCSLCKDPRHPGKECLTPEQKLQRLQASGKMTASGMVEEMMSIKMLYGDARSCPKCKMTISKTEGCNKV
VCISCGQAFCFLCGKAIISGYGHFSKRRDLFEPGKEDTKDWQNQMNWLEIRNRIRAQKHPVGSTVKCPKCRQKIYKDNVE
YIFCRACQASYCTLCRKQVEFTGLQSDHWGSPQCVGIKF*                                        
>Sbic_01g014250                                                                 
MPHHPPRMYNTSDFYGSDEDEELVTGDDDEDEGWQDQEEDDMPPRRSLQISAIKKDSLSVAQQQDLSMVMGLFNIKQHHA
RALLIHCRWNTDCLGDHLERKGQERMLMEAGVVLQQQETSSSSSSSRVLCEVCFEDSSPRHVSTMDCGHSFCNDCWTQHF
VAALDLGKKQIRCMGFRCPAICDEAVVQRLLGRRDPAAARRLHDLLLRSYVDDNGAVKWCPSVPHCGRAIRVDAADEAEP
LCEVSCPCGVSFCFRCAAAAHSPCPCAMWERWEAKSQGEAENVRWLLANTKSCPKCFRPIDKIDGCNLMTCQCGQHFCWL
CGGATGFAHTWTRINNHSCNRFEKGEEKRKVDDAKRQVRRYEHYYQRFHAHDFSYRAEHDKLGPAVAGRALTLERSGGVL
TRDAAWLGDAHGSLLRCRQVLARSYAFAYYMFDAEATATLSMAKKQALFEDYQEQVEGNVERLSKLLETTDVPELPEPEI
LQAKQDVTNLVRVVEAHCGKMYGCIQDELLPMLVEPMSIVAYQQGGPSKAHELPA*                        
>Sbic_01g014280                                                                 
MASDEEGEVCDYFYDDDDAEEDAAAGLEEDSSPPPPPPHGADYWAITQETVFAAQKQDLSTVMNLLNIKKYQARALLIHH
RWRIDGIYDSLDKGRECMLRNAGIVLQENNSMVAAGSTTPWRTVTCKVCFEEFSMAAVSTMDCGHCFCNDCWTGHFHAAV
ESGKKQIRCMEVKCSAFCDENLVLFLLGQKYPDMAKRFNRFLLESYIEDNASVKWCPSTPNCGHAIRVGTGERYCEVECP
CGLSFCFNCMAHAHSPCPCPIWEKWNAKRSEGENIKWILANTKSCPKCFKAIEKNGGCNLVRCKCGQCMCWLCGGGTGMD
HTWTSIAGHSCNRYKEESRGKTADTSREQMERYKHYHDRFKIHGDSYSVEKQKLGATIAEQVRLLESDKDRPLAIRDGDW
LTRAHRRLLVSRQVLSRSYVFAYYMFGGGCQLRTLPVPAARRAGASLLGVARNLFEDQQEQLEQHVEHLSRSLAEAAVVA
GTPEAEIVRQKQAAVTLAKTVERLCGEMYKCIQDELLTLLVEPMTIAAYRPDGPDRARELAA*                 
>Sbic_01g042240                                                                 
MGRDAEETSPPVSSSELEQEEDDDDCYLSDQEDDALEESVLQVLEDEHHEDCHWSASCVITKESLLAAQREDLRKVMELL
GLREHHARTLLIHYRWDVERIFELLDQKGRDRLFSEAGIPLQYTNNAGTTSSAEVTCNVCYDDVPPSTASEMDCGHSYCN
DCWTEYFIVKINEGQSRRVRCMAPKCNAICDEAIIRKLVIARHPDIAERFERFLLESYIEDNDTVKWCPSTPHCGNAIRV
KGDIYCEVECTCGCQFCFNCSLQAHSPCSCMMWELWIKKCRDESETVNWITVNTKPCPKCHKPVEKNGGCNLVACICGQA
FCWLCGGATGRDHTWSSISGHSCGRFTDDQTKKTEQARRDLYRYMHYHNRYKAHTDSLKQEAKLKNEIQGKISISENKES
KIKDYSWVMNGLNRLFRSRRVLSYSYPFAFYMFGDEIFKDEMTPHEREVKQNLFEDQQQQLEFNVERLSGFLEKDFQLFT
DDEVMDTMKHVINLSNVVDKLCKQMYQCIENDLLYPLRTPHNIAPYKSKGLDRASELNISWDSAEQSSQSTKRSQNEAST
VLGKRGSSSDNRGHQSNKRERVDANGGGSALFDLNVPAEVVDKI*                                   
>Sbic_02g010880                                                                 
MIDQVMSLRRQFDRCEITLVEHSQVSYVFKSARDYIDAQIAKALAERSKRCNICLEDTEVSKIHAVEGCAHRFCLSCMKE
HVRTKLLHGTLPSCPQDGCTSKLTVEDSKVFLSPQLLEIMVQRIGEEQIPPTQKIYCPYPKCSALMSLSELMKPMQGTCS
KYTVADVVTLRKCRYEFCYTCGSEWKEKKATCTCPLWEEHNIIRHDNEEEDEDYYDEEDAYYGRGPLHDVVHLPFPRAVR
*                                                                               
>Sbic_02g024800                                                                 
MLDLVAMAADDFALAEDLQVEEVLRFSVQSEDVCAVCKQVIRSLEASWKPENCDHVICIACFCQYAPETEATGLPRCAVS
SCDSLRNTETHQGISVPQNTLISIEDMDQKGKKPLDSTLQELGQCSRGANTKISSEFYCAICMETVHIGEFFPIDGCTHT
FCTSCVSQYIAAKVEENVLSIGCPDPGCKDGVLHPDVCRDVIPTQLFQRWGAALCDSSLGSLKFYCPFKECSALLVHDPG
HDEGVITNVECPHCCRMFCAQCKVPWHDGVACAEFQRLGKDEQGREDLLLRKVAQKSKWQRCPKCKIYVERIEGCVHIIC
RCGHCFCYLCASPMSRENHCCKTCKRTW*                                                   
>Sbic_02g024810                                                                 
MLDHLISILMDAVGVLPAKDLQVPAEEAFGFSTHSATVCVVCKLAIPSLEASWKPDSCGHAICIPCFWQYVPEMEATDGL
SRCAVPSCQSLCKPETTQGMINVGHGTLISVAAINSGKGKEPLDGVLEELGQCSRGVDPVPSSDFYCAICMETVHVGELF
PVPGCTHLFCVSCMSQYIAAKVENNVFSIGCPEPGCNDGVLDPEVCRDMISLQLFQRWGDALCDSALGAFGFHCPFKDCS
ALLVNERSPDEAVIRQTECPHCSRMFCAQCKVAWHSGVTCEDFQQLRNDEQGRDDPLLKKVVVHENKCQTSQQLRKDEQG
QDDSLLMKAVHENKWQRSLRCLVATCKSLWKANRMIDVGHSTLVSTEDMDRQKQKDMDNMLQELGQCCPGGYAIASSEFY
CTICMESVDVRELFPVSGCTHLFCINCVSQYITAKVEDSVLSIGCPEPGCKDGALDPEVCRDVIPLQLFQRWGAALCDSA
LGAFKFYCPFNDCSALLVDERRHGEAAITQAECPHCCRMFCAQCKVAWHDGVTCAEFQRLGKDERSRNDLLLRKVAERSN



WQRCPKCKMYVERTEGCVYIVCRCGHRFCYLCASPMSQGIHRCSRCKRTW*                             
>Sbic_02g024820                                                                 
MEASAAGAADPFFPIYISSDEEDGHPYFTESYSPEEVQIQEAIFLSLDTSRAQTASAGSASSSSHPAGASSTPEADTTDA
PKETPLDRKGKRKLQPEDDRSDSKTKRSKRNRFNCAICFERVQAAEKFVVSHCAHAFCNSCVGRYVAGKVTENVAVIGCP
DPACEMGIIEMDLCRDIIPPELFDRWNVVLCEELLGDDKFYCPFKDCSALLLNDGSVKIRETECPHCHRLFCARCRVPWH
TGIKCKEFKKLGDDEKGENDLMLKKLADKEKWKRCPKCRMYVSRKSGCLLISCRCKQYFCYHCAAPMDRKTHYCENCKH*
>Sbic_02g025540                                                                 
MANAAAAAACAASDDLYLQELIRGSVPGPSSSRARVAPLTDDEIGWFCCGICTERRLVLDRFRAGGSVLDARCAHDFCIE
CVVRYIEGRVANGAVPVPCPAPECRDGVMHPEACKKLVDIDVFDAWCVALCERAVGPARARCPYRDCGELVALEAADGGL
VSEVDCPTCSRAFCLQCEEPWDDRHGGGSGDGRGGCVLAGLAVGNKWTRCPSCRAMIDKIDGCRRMVCRCGTSFCYVCGS
PVSEKGSRCRCFFGKREDPALTLQKAGLECKSGVSIDKC*                                        
>Sbic_02g025550                                                                 
MDHQSKEEAVIRDAVAPDVVDGSKQGALVRDAASTSADTVETGTQNATMFWDEVDEDDYWLQEEDLHAPLQDVEQVVNPW
LDFLMASVAPETAALLRTIDANTNIFNVGAHVNTNNQLAALTRTAASATARRSAPVNATIFAGSSTEEEDGNEWYKSVAR
DAQRLEQMEDPELQEMSSSPSPLQLPGKSKAPPKDEHCSQMRPSAAAGEDGHELTLEDYCKIWGVHPSELEPDEPGPSTT
KRQIRVPPLADDEVAKFDCGICLETLPILDLFHGTQCDHKFCAHCMATYIEGRIRDGVVSILCPDPACKEAAGEGNNGGV
LNPEHCKKSIDFAAFCSWGERLTEKAIPQDQRAYCPNPRCALMLERTFVVGADKAACKAACPACNHPMCTACGLGWVIDG
RDDDHHNCDEGKGAALVKELAAQRRWKQCPSCKIVVERIMGCDTMHCRCGSVFCYKCGRQMAPMDAELDEGAELCQCRDN
VFRLHVPRRPLLLGAMHHQTNLNLN*                                                      
>Sbic_02g025566                                                                 
MERGKPHHGHQHQSEEDAAAAAAGDVAEERTQKLPVQEEVMEAAGGADHQFDSFVDSIAVGEAFAHALQMEELADVEVWD
LVPPPRAEGPAAVHAAPAGSQAVTHHFPAGPPVFDDDVAGAAQANTNVHRHLVGGNIPLPRHAPTRPRGHQQGQDVDMHE
EEEPSHSYQELQAAAADLQIFAAAQTQLNSFVVDRAARAIAANNNNQQAAPAKATTNQHAGPAAAGGADRPSVPQPQERG
AGHVLSSTFTWRGASARGLRRRRQQPVGGGEAITLRLETPAGAQATTSRTVPGPGAGKEGIISARQAMLADAAYSPVFLA
GIEEEEHGNSWYDSLLREAQAMEAIDEPGLHDQVPFFQQQFPRFDEEPREEPGYSPPMRLRVVDPCDLDLDEAGPSTTTQ
RRQRVLPLAHDEVSKFDCGICMETIPILDLFHGMQCQHRFCVECMGTYIEGRINGGEVPIPCPDPACPEAYGEDIAVLHP
EVCKKSIDFAAFSSWGDRLTERAIPPNLRAYCPNRQCGMLLEATGGKTLAKAFCPACSHPMCATCGFDWSHDDADGSSQH
DCDEGPNAELVKKLAEERRWKQCPRCKMLVERTFGCDFMKC                                       
>Sbic_02g032650                                                                 
MPQAAERNDKGYIFETEADVRKRQDEVTASVSELLSVPWGLAAVFLRHCRWDAERLENEWFADERRVREAVGLTAEQGDA
ATSVNDRPLTCAICFDVHSAGEMISAGCAHYYCRECWGGYIHAAVGDGARCLVLRCPDPSCGAPVTRELVREVFAAGEDD
DDDRARYEAFVVRSYVEEGTSKYVRWCPGPGCTLAVRAEPGSAPYEVACCKCRHVFCFRCGEEAHRPASCGTAREWVTKN
SSDGENDNWVVANTKHCPSCRVAIEKNQGCNHMTCAAPCLHQFCWICLGAWSEHGGNYYHCNRYVAHAPENAREEERREH
AKASLERYIHFYERWAAHGSSMKKAREDLERLEGGALAGFAEANGVSQAELGCLEEALALIMESRRVLRWTYPFVYYMDP
VRDGKKIELCEHIQGEAEDSLEKLHKCVESEWDELKVTAAAPGAEFDAATAAVFAAAFKEYMLKLFVLNTATRNHLKMLV
EGFESGLPEFEGTL*                                                                 
>Sbic_02g039580                                                                 
MPDPPICRSAGPRVLTFSSSPRGLVCSRRPFPFPLSKNLSQTLGNCAAGAALSATTAAAMRRSQDRGLFRPPDWVPRPPH
HHRDHHYHNEHRYPPHSHPHRDRHYSTEHRYQPRAQHQRDCHVQPPPPPSQFEVLLVRPGSDLSAPTAIEVEALVAGLPS
PAPASISVHSSGRHAARLVFASISDAAAAARELWALRLEGLHLLTLDLPHPALAAHASPRIASLFASHASRLLDSDLVAL
SAARSAELAASIRDVKQRLGSRNRFRDFHLLDLEKKTLESEKKLIDAKIAEYKEAMLSIQRAMSPGSGDKEEGVNLFGAV
EGADVDFVRVHMMLLRECRRLKEGLPIYAYRRRILNHILANQVMVLIGETGSGKSTQLVQFLADSGLAGGGSIICTQPRK
LAAISLAHRVDEESKGCYGERSVLSYSTLLNSPQGFGTKIIFTTDSCLLHYCMSDRSLNGISYIIIDEAHERSLNTDLLL
AMIKKKLLDRLDMRLIIMSATADADRLAEYFYGCQTFHVKGRTFPVEIKYVPDISAEASLNSVSSMSSVASATASYVTDV
VQMVNIIHKNEEEGAILAFLTSQLEVEWACETFSDPNAVVLPMHGKLSSVEQNLVFKSYPGKRKIIFCTNIAETSLTIKE
VKYVVDCGLAKEYRFVPSSGLNVLKVNWISQSSANQRAGRAGRTGAGKCYRLYPESDFGMMEAHQEPEIRKVHLGTAVLR
ILALGVTDVKYFEFIDAPDPEAINMAVHNLEQLGAIEYKCSGFELTDTGRDLVKLGIEPRLGKIMLDCFSYGLMKEGLVL
ASVMANASSIFCRVGTNEEKYKADRLKVPFCHPDGDLFTSLAVYKKWEAGHDNKNMWCWQNCINAKTLRRCQETISELEK
CLMHELNIIVPSYWSWNPEEPTMHDTSLKKIILSSLRGNLAMFSGHEKFGYQVISADQPVQLHPSCSLLTYGSKPEWVVF
SEILSVPNQYLVCVTAVDRNDVCTVHSMSSFIKQLEESKLQRKVITGIGNKSLRRFCGKCGQNLQKIISLLREDCRDDRI
MVDLDFSSSEVSLFAKEHDMEAVFCMVNDALELEAKMLRDECDERRCGGSTIALFGSGAEIKHLELGKRCLTVEILHQNA
RDIDEKELIGLVYSHVPGIANFHKLGNFQSNADETKWGRFTFLKPDFADDAISKLNGIEFHGSSLKVGPVSAYNHSGLPF
PAVRAKVSWPRKPSRGLALVTCASGEAEFIVKDCFALGVGGRYINCEISKKYANCVFVTGVPLHVTEPELYDAFRSTTTR
RILDIRLLRGAPTASSSDSECAEALMRAISLFMPNRNFPGQNFRVHVIPPEEKDSMMRATITFDGSFHREAARALDHLQG
SVLPCCLPWQIIQCQHVFHSTVSCPMRIYNVISQEVGVLLESFRSEKGVSYNLEKNENGHFRVKLTANATKTIADLRRPL
ELLMKGKIINHPDLMLSTVQLLWSRDGMEHLKSVEQETGTYILYDRQSLNIKVFGSTDKVAAAEEKLVRALIQLHEKKPL
EVCLRGQNLPPNLMKEVIKKFGADLEGLKSEVPAVDLQLNTRRQTLYVRGSKEDKQRVEEMISELIASSDHNAPLPSKNA
CPICLCELEDPFKLESCGHMFCLACLVDQCESAMKSQDGFPLCCLKNGCKKLLLLADLRSLVPDKLDELFRASLNAFVAS
SAGLYRFCPTPDCTSIYQVAAAGAEDKPFVCGACSVETCTKCHLEYHPFISCEAYKEYKADPADATLLQWRKGKENVKNC
PKCGYTIEKAEGCNHVECRCGCHICWNCLENFKSSEECYGHLRSVHLSY*                              
>Sbic_04g031150                                                                 
MSSGASSSSSPPPAESGDGYWEAREEAAARLEAMAARARGEDELSAEQLETNNRLQEDEVDYIKLKTLFYKTPEVTCGHA



EEPQMPGCSSASKLEVLALQAIYGDDMVILEDKACLRSFQLFVRYPIPNGTKVFLNLHPNGTMVGTDNDGSQDGSELFYA
CSLKHLPPVVLTCLLPCSYPSTSAPYFTISAKWLDEPKVSHLCAMLDEIWTDLPGQEVVYRWLDWLNSSSWPCISLNDNI
ILVPDKTSDVGDERAIARRLLVDSTIPLMQSYNERRSHEIFLKSFHECGICLSENTGRNFIKLPCHHLFCLTCMKSHCRI
HVTEGNLTQLTCPDTTCRSPLPPSVLKILLGDDCYKRWESFTLQKLLDTMPDLVYCPRCDAACLEVDNDAQCPECFFTFC
SLCKERRHVGEHCVTPEEKIRILREKHQKYSLPEKQLLREQREIDELVNVCEALRDSKQCPRCKMAISKTEGCNKMTCRN
CGKFFCYRCNQAIHGYEHFWDGNCVLFEHHNQVGRRYGLFEELDDDEGSDDEDLEEPEPEPEPEMVWGHPCPMCGRRNEK
FGTNNHILCMGCRGHYCALCRKRVTKSSEHYGPRGCQQHTDP*MAARARGEDELSAEQLETNNRLQEDEVLALQAIYGDD
MVILEDKACLRSFQLFVRYPIPNGTKVFLNLHPNGTMVGTDNDGSQDGSELFYACSLKHLPPVVLTCLLPCSYPSTSAPY
FTISAKWLDEPKVSHLCAMLDEIWTDLPGQEVVYRWLDWLNSSSWPCISLNDNIILVPDKTSDVGDERAIARRLLVDSTI
PLMQSYNERRSHEIFLKSFHECGICLSENTGRNFIKLPCHHLFCLTCMKSHCRIHVTEGNLTQLTCPDTTCRSPLPPSVL
KILLGDDCYKRWESFTLQKLLDTMPDLVYCPRCDAACLEVDNDAQCPECFFTFCSLCKERRHVGEHCVTPEEKIRILREK
HQKYSLPEKQLLREQREIDELVNVCEALRDSKQCPRCKMAISKTEGCNKMTCRNCGKFFCYRCNQAIHGYEHFWDGNCVL
FEHHNQVGRRYGLFEELDDDEGSDDEDLEEPEPEPEPEMVWGHPCPMCGRRNEKFGTNNHILCMGCRGHYCALCRKRVTK
SSEHYGPRGCQQHTDP*                                                               
>Sbic_05g000320                                                                 
MMAGGDDLAALHEQVALASSAAISASDLDLAFQLQVAEAIQASLRSHNAAAPSSSSQAAPVLPVPEPSSDAAYAFAVQAA
DLTRAEQDRRDAEACRAAQARVAASARIAAHDALFARDLAAIPEDQWAHDGDYFERPVDSSPRPLFRVFSKGMPSRDVVG
PRNRDPSVAVLAVAVSRTQGGVVLRIQKPVERFVGGRMIVEVMALMEGLDAALGLGIRSVTVVTGYRPLYNHMLGIWRPS
GKKLADMMNQVLSVRKKFDQCEVSLVEPSQVSYVVKLATDSLTVQIAKALAANASKEKRESCAICLEDTDITKIHVVEGC
AHHFCFSCMKEHVKVKLLNGTLPACPQEGCTTKLSVEGSRVFLSPRLLEIMVQRTREGQIPPGQKIYCPYPKCSALMSLG
EVIHPMQESSSRYTAADAATLRKCVKCRGSFCLSCKVPWHDSMSCYEYKMRYPHARPEDAKLQNLARQRLWRQCVKCKHM
IELAEGCYHMICVCGYEFCYTCGKEWKNKKASCSCPLWDERNIIREEDDDDYEEDDDDYEEDDDGLYY*           
>Sbic_05g026210                                                                 
MARLTPARHAGEADTAEVAEVLSVPRGFAAVLLRHYKWRAMRVQDEWFSDDRRIRDAVGMPADDGGVIVPTAHSRERLVC
AICFGTFPAGRTRSAACSAHFYCDECWRGYIRAAVEDGPRCLSLRCPDPSCSAAVVRELVDEVADDAEEKARYARFALWS
FVDESGGRVKWCPGRGCSRAVEFVGCAGDATEVFCECTHGFCWSCGEEAHRPVSCETVRAWLAKNVSDSETANWVLTNTK
LCPKCRRPIEKNLGCMHMTCSTPCRYEFCWVCLGPWPHRSGCRSSYQESGMDAAQQRQQQAKASLDRYLYHYERWAVNAK
SMQKALADMDELKRSELEKMAATLEIQVEDLEFLTMAYELIAYGRRVTRWVYAYGYYLDPEAKRNLLDQLQDDANRRLED
LHHAAEVERMKFCGGQGGSAMNDMYRAYKEQLVKLTKVTRNYFGNLVKAFETDLPEFNSVKK*                 
>Sbic_05g026230                                                                 
MAYSYRPISSCLPSDEEEQRYVVLTEDAVRARQEAETAKVAEILSIPRGFAAVLLRHFKWSAGRGQEEWFSDDARVRAAI
GLPADGVPVPTVVSRAELSCAICFVDHPAGKTRSAGCAHFYCGECWRAYIRAAVDDGARCLALRCPDPSCHAAVVQELVD
VAADAKDRERYARFTLRSFVEEGSSGGGAGGGGRIKWCPGAGCTRAVEFLGGAAAAAADVFCACRHGFCWSCGEEAHRPV
TCDTVRAWLDKNASYTETSNWVLANTKHCPRCRLPIEKNQGCMHMTCPPPCGHEFCWVCLDSWDNHTGCAGFDGGGNGGR
QEEGETATARQQSRSQAAMDMDRYVYHYERWAANYSSLENVFKDMAHLESSEIERIAAVSGQPAASFAFLSKAYEEIAHG
RRVLKWANAYGYYLDPVRDAAKRGLFEDLLDQANSQLERLHAAAELERRELFCSDAEPAVVRDLLKYYKDRVESYTTATR
TFLRNLVKAFETTDLPEFKSLK*                                                         
>Sbic_05g026240                                                                 
MCAYDDCDDDGGAGEEDYICEYDDDDGVGGSEQAQLDDAAPAAACAREERRYVVLTEEDICARQEADTAKVAEVLSIPPG
FAAVLLRHFKWRVGRVQEEWFTDDRRVRGAVGLPLDPYQLDLVPASRGAGPGPGPRVCGICFDEFPAGRTASAGCEHLYC
HGCWQGYVRAAVADGPRCLSLRCPDPSCSAPVVRELVDEVLASAADESGSADDDGDRYARFWLRSYVEESGGKVRWCGGA
GCARALEFLGDAASADADVFCECGHGVCWSCGEEAHRPVSCGTVRAWLVKNSSDSAETANWVVAHTKPCPKCGRPIEKNQ
GCNHMRCSPPCGHHFCWLCLQPAGGANHYACNDSRAGPAAGADEEAAAAVASTGTGTAAAKEEQANRRRARASLERYLYH
YERWASNRAALESAARDMAALERGELERMARAADVPATELAFVAEAYRQVGDGRRVLRWAHAYGYFLDPERDAAKRALFD
DLQNQANRWLECLHAAAELERTDLFGDGKGKKAADAPAVVVDAEAFRAYRQKVANLTGVTRKFLGNLVRAFETDLPEVAA
AVNPNPAK*                                                                       
>Sbic_05g026315                                                                 
VCGICFDPYPAGRTRSAGCGHYYCDGCWAGYVAAAVGDGPRCLSMRCPDPSCSAPVVRELVDKVLAAGAKERARYARFWL
RSYVEESGGRIKWCGGAGCNRSVEVLGDAADAAAATDVFCDSGCRHGFCWACGEEAHRPVSCGTVRAWLAKNASDSETAN
WVVAHTKRCPKCRRPIEKNHGCNHMTCGAPCRHQFCWLCFDPWDNHRGCTRYDYRQRQQVEAAAADEEEARRRHAKESLE
RYLYHYERWAGNGKSLHKALADADELERSELERMARMVDVPAMELGFVTEAYRQIADGRRVLRWAHAYAYFLFLDPERDG
AKRDLFDDLQSQANRWLECLHSCAELERKELFGGGANGDGEPSTVVAVEAFRAYKEKVANLTGVTRKFMGNLVKAFKTNL
PEVVVTP                                                                         
>Sbic_06g021080                                                                 
MESEDDMHDANDSAEDDFYSGGEAGLAASDDGDADYDFADHDSDDSAELLSHRQQQNYSILSEVDIKRRQEDDINRVSTV
LSISKPEACVLLRNYNWSVSKVHDEWFADEERVRKVVGLPEKHNEMPNDREVTCGICFESCPRGSMSAAACGHPFCGTCW
RGYISTAISDGPGCLMLRCPDPSCAAAVGQDMINSLADDEDKEKYGRYLCRSYIEDNRKTKWCPAPGCEYAVEFVMGSGS
YDVNCNCSYGFCWNCTEEAHRPVDCATVSKWILKNSAESENMNWILANSKPCPKCKRPIEKNQGCMHITCTPPCKFEFCW
LCLGPWSEHGERTGGFYACNRYESARQEGAYDESERRREMAKNSLERYTHYYERWAANQSSRQKALGDLQSLQNDKLEKL
SDIQSQPESQLKFIIEAWLQIVECRRVLKWTYAYGFYLPEHEHAKRQFFEYLQGEAESGLERLHQCAEKELQIYLDAECP
SKDFNDFRTKLAGLTSVTRNYFENLVRALETGLNDVGPSTSHGTCSKSATSKSLGGKSKSGKNRASSTSSKSGGSSRGGD
DSNIWTCDQCTYANPRSARACQACDRQHR*                                                  



>Sbic_06g027130                                                                 
MPRKSHKPRGAAAHAPVGLTAGPRPPLKAAAPNPSPASELPQAGVAEAEGLKAPDAGASAAAEALERLHVGPASDGDPPS
LPPSEPVDEASAPPQPPPVEASSSGRSAAGGSWEEEAVRKLHELAEVGGDEVELTEEEVRANDQRQEDEICALEAIFGDA
VVILDRKGGQRSFQVLVHIEIPDSIDVSTKLNYGDGTLNYGATCDDDDDLFYKFRVEHLPPILLTCLLPTSYPSHRPPFF
TISTYWLDKRMISLLCRMLDMLWEEQQGMEVAYQWVQWLQSSSLSHLGFDNGVILSKSDVTCDADGEDKRACPDNAPPDV
IIPRLMRYNDNKHHEAFLHAIHDCMICFSECPGVDFIKLPCHHFFCWKCMQTYCKMNVKEGNVVKLLCPDTKCEGAVPPN
VLKRLLEEDEYERWEGLLLQRTLDAMKDVVYCPRCQTACLEDVGNEAVCSSCLFSFCTLCRNRRHVGEQCMSPEERLMIL
EKRQESGNVQGDQMKILEELRSLKEIMKDSKQCPKCRMAISKTEGCNKMHCGNCGEYFCYQCNRAITGYEHFRGSCVLFP
QEELDRWELQMNQRVRRQVVAHAHAEMHGRDGQAHPCPTCRQPSPKIGNNNHLFCWACQKHFCALCHKTVQKPAQHYGPK
GCKQHSADP*                                                                      
>Sbic_06g027135                                                                 
LVSISEALHDAIPCAHCRTAISRISGCNHMLCRNCGKGFCYGCGKPLYNHKRLLLKTILLESEQCIRDEELKSVRQADVV
KQIQKEVMAPGVRNYLCPSCHQQNPKMGNNNHIFCWACQVHYCALCRKVVRKSSEHYGPRRCKQHTVDP           
>Sbic_06g027150                                                                 
MAALASGSTSGRFSDKASSSDGAGSSAVAAEGGYEAEEGVLDLDSPWVAATEAESRLEAAGTAAGVGLSLLAGEELEEYE
IRDNQQRQEDELTALEAIYGDDLIVFENKGGLRSFQIYIHYHLPDGIEVCAKLSAPNASPRDVGWCDYKHDDGPDEFSYT
CNFEYLPPLILTCLLPRSYPSKDPPSFTVTAKWMDGPYVSQLCQMLDTIWAGLPGQEVVYQWVEWLHNSSMSYLWIDGNM
TLGPDIVNHNADHRAISRTNSLESVIPLMLSYSSKKRYQAFLEAIHMCMICLNQTKGSNFIRLPCQHLFCVKCMETLCRL
HVKEGSVFQLICPDSKCKDSIPPYVLKRLLTEAEYERWDRLLLQKTLDSMSNVVYCPNCVIGCMEDEDNNAQCPKCSFVF
CSFCKGPCHPGKKCLTPEEQIQLRKVSGRMTEKEMAQELFNIRQLYKDVRLCPRCRMAIAKTEGCNKMVCGNCGQFFCFA
CGKAISGYQHFRDQDCKLFAARDIAAWERQMAEIQPERLMRNAARPIGSTVRCPKCRAQNFKDDEKYIFCWACMTDYCMF
CRRKIQNRKGHSCI*                                                                 
>Sbic_06g027170                                                                 
MEPAASARAASARPMELHCAPAPQSSDDASSSYSSCLRADLRPVVCDASGEEGVLLDLDAQWAAAAEAERKLGEAAAVDA
AAALKISGEEEQEELMALEAIYGPDLVVFENKGGLRYFQIYIRYDVSDGIEVCAKLSSAIVCAKDDGCSDGTGHDDGSDD
FYYKCNFEYLPPLVLTCLLPPSYPNKDPPYFTITVKWMDEPQVSQLCEMLDNIWAELQGQEVVYLWVEWLRDSSRSHLWF
DDKITLGPDIIILNRDNRAVSRTNSLESVIPLMMTYSSKKCYQAFLEDLHMCMICLTQSKDFHANTYFVRSVRKPYAECM
SRKEPCHPGKQCITPEDKIKRQQASGRMSEKELARELLTIRKMFSDIQLCPKCRMPIIKTEGCNKMSCGNCGQLLCFRCG
RAIDGYDHFWKDGCELFELRQYSDVTPFERHMEEVQIGLRPIGSTIRCPKCRQRNFKDNEEYIFCWACRIHYCSLCRMRV
DDKYMKSGHYRSSECVGLGNF*                                                          
>Sbic_07g022160                                                                 
MAAGSSSSSTALVGIVDDFYFSVLAHGRNDAGAAGDDELFPISDEKYATELQLQEVMMSSAIAATARSRVAPPRSSTAAT
SDNAAAAAASGHGKGKCAYTSSSSSSSRPSIAVAATLVFCKICMDVVPPSDAHRASRGCAHAFCGGCLAGYVGAKIQDRI
ADVRCPEERCGGVLDPELCQGILPREVFERWGAALCESMLLGAKRTYCPFKDCSAMMLADDDGSDDVAEAECPSCRRLFC
ARCNVAPWHAGATCTEYRKLRKGDRGIEDTMLLEMAKGEKWKRCPKCEFFVEKRDGCLHITCRCGFQFCYGCGKRWGITH
SRCTTA*                                                                         
>Sbic_07g022165                                                                 
IPRKRKPVSRRDSRRFHAPARWTSRLPPPPFPVPPTAEWREPTGRSSTTTPAASAWSPWRPPRRTAAHRGGAACAHAFCG
ACLSGHVRAKLECGGGGAVVRCPDASCAAALDPELCRGALPSEVFERWCAKLCESLFLGARRTYCPFPDCSEMMVADDDS
EECVTQSECHGCRRLFCARCAVPWHAGVTCEEFERLGEGERAREDLLLVKAAREGNWKRCPRCRFYVEKSSGCLHITCRC
GYEFCYGCGQQWQLIHDGCPGA*                                                         
>Sbic_07g025570                                                                 
MDSDVEMNAASDEEVMDDEDYYDYCDSDMGDDGDGGSEEEEELVAGDYDEGIEAEGTDEVVSRREQTFVVLNEEVISERQ
AEDVSKVSAVLLITREEACALLHHYKWNISKLSDEWFADEEKVRHTVGLLLNGNHDPCSRKLTCGICFEGYSSDMMSSAG
CAHFYCHECWEGYISAAIGGGPGCLSLRCPDPSCSAMVLQGMINKLAKDEDKEKYARFLLRAYVEGSKKTKWCPAPDCTC
AVEFLGDENYDVSCNCKFSFCWNCTEEAHRPVNCETVSKWILKNSAESENMNWILANSKPCPKCKRPIEKNQGCMHMTCT
PPCKFEFCWLCLGAWSDHGERTGGFYACNRYESAKKEGVYDETEARRERAKNSLERYMHYYERWASNQTSRQKAQADLLK
AEKDQLANLTDIFGIPETQLKFIIEAWSQIIECRRVLKWTYAYGYYLDDKVKSEFFEYLQGEAESGLERLHQCAEKDLQK
FLPSVKSDSTETTAPTPDEFSEFRVKLAGLTSVTRNYFENLVQALEAGLEDVRATAQAAGTSSAATSSKKGGTKSKKKQP
TKPSSDHTDDGWPCERCTFLNPPSVDACSVCEKSRY*                                           
>Sbic_08g022690                                                                 
MEEKVLSEAASRGEDDFRSCCGDEEEWEDTEESFTAGIGKGELDEASVRLFFKGVSSPEAEGKKLSGIGVVMERSPGVPV
LKVQKKLDFYVEELVAEHLALMDGLLVALQNGIRKIFAFTNSEKLYFQIAEAEILEDQLLVALGHRILELVDKLEDFDLI
LLPSFELERPLQLAKEAIGIRYLSPYEVGTCPICREEKLGSQMIKAGCSHTYCYNCLTGYIEDKLLTSKLPIRCPQLRCK
YIISASECKSFLPVSSHDSLERAFAEAGTSEMERFYCPFPNCSVLLDLSQHFSRASSSSQSDLSCIECPECHRDICINCG
VPWHIMMGCDEYQSLPAEERDAGDLSLHRLAQNNRCGHEFCYSCGADYASGVQTCQCVFWDDEAVEASSAERSTQAASEI
WAWDTFDCMPTAVEGYSEQERAQLALIQRFLAGGFSLGDNHNPNPCQSPPRCADSYIVDTMKDLHQLPWLERFVSVISDT
YNDDYIQ*                                                                        
>Osat_LOC_Os02g46720                                                            
MQSYSEKRSHKIFLESLLVCGICLSEDVGRNFIKLPCHHSFCLKCMESHCKIHVKEGNLMQLACPDTNCRNPLPPSVLKS
LLRDDGYAQWESFALQKLLDAMPDLVYCPRCSAACLEVDNDAQCPGCFFTFCTLCKRRRHVGDTCITPEEKIRILKERQK
LYSIPEEQLLKEKREIDELINIQEALRDSKQCPRCKMAISKIEGCNKMTCGNCGRFFCYRCNKAIGGYDHFWNGNCDMFE



REQDENPQQQDDENFGGDPDEDAELLEPEWVLLTYPCPNCGRRNEKLGTNNHILCIGCRGHYCALCRKRVLRGEQHFGPR
GCQQHTED*MESHCKIHVKEGNLMQLACPDTNCRNPLPPSVLKSLLRDDGYAQWESFALQKLLDAMPDLVYCPRCSAACL
EVDNDAQCPGCFFTFCTLCKRRRHVGDTCITPEEKIRILKVTIA*                                   
>Osat_LOC_Os02g46730                                                            
MDTSEDEGQVSSGSPSPISLNIKASEQSIPWEIPMSSEASSSSSAAVAVRDLGDDNPSASPEVDTTYWAAQEEATALLES
MAARVRGEEELSEEQMQANDQLQEDEVIALEAIFGGDMVILENKDSLRFIQIFVHYSLPDGIRVFLNLRRSGALVGTGDN
ENHNGGEVCYACRLQHLPPVVLTCLLPRFTVRRDLTRYFCKAFLNAEFVLVRMLCMESHCKIHVKERNLTQLTCPDTNCR
SPLPPSLLKSLLRDDGYAQWESFALKKLLDAMPDLVYCPRVALSLQSFCYTQLCYFFHKKKDENDIYLMERQKLHSMPAE
QLLKERRELEELMNIQEALRSSKQCPHCKMAISKIEGCNKMICVNCGGYFCYRCNQAIKGYEHFWGGNCVLFGTHAHYQI
RNPQQQRDENPGDHAELLEQRVQLTYPCPNCGSRNEKYPKLELSYSSTTLDLQ*                          
>Osat_LOC_Os03g13100                                                            
MVTDAEEVSPTASSSELEQEDDDDDCYLSDQEDDALEESVLQVLEDERDEDCHWSSTSVITKESLLAAQREDLRKVMELL
GLREHHARTLLIHYRWDVERIFELLDQKGRDRLFSEAGIPLQPANNPGSPSSTEVTCNVCYDDVPLSDASKMDCGHNYCN
ECWTGYFIVKINEGQSRRIKCMALKCNTICDEAIVRKLVNAKRPDIAERFERFLLESYIEDNDTVKWCPSTPHCGNAIRV
KGDIHCEVECTCGRQFCFNCSSEAHSPCSCVMWELWIKKCRDESETVNWITVNTKPCPKCHKPVEKNGGCNLVACICGQA
FCWLCGGATGRDHTWSSISGHSCGRFTEDQSKKTEQARRNLYRYMHYHNRYKAHTDSLKQEAKLKGDIQGKISISENKDS
KIKDYSWVINGLNRLFRSRRVLSYSYPFAFYMFGDEIFKDEMTSDERELKQNLFEDQQQQLEFNVERLSGFLERDFQNFS
DDEVMDTMKHVINLSNVVDRLCKQMYQCIENDLLYPLRTPHNIAPYKSKGLDRASELNVCWDSSEQGLQPIKYSQDEHKS
QPGLSGSSIFGKRQLGSSSNNNGRPHKRERNDAHGGAALFDLNVPAEVADKI*                           
>Osat_LOC_Os03g42760                                                            
MASDRRYYYFEEDDGDGEEEVEWLAMEADEDDVGLLEEDDLHLRLPDDRPADCWAITQESLPAAQQQDLSMVMNLLNIKQ
HLARTLLIHHRWKMHCIYDHLDRKGRDRMLSEACIILPKNSMSAASSTSVTCNVCFEDFSMTDVSTMDCGHCFCNDCWTE
HFFASINTGNKQIRCMEVKCKAICDEDIVRRLLSLKYPAASKRFDLLLLESYLEDNDSVKWCPSAPHCGRAIQVGTGERY
CEVACPCGVSFCFNCAGQVHSPCPCAIWEKWKAKGHGDSDSVKWILANTKSCPKCSKPIEKNGGCNLVHCKCGQCLCWLC
GGPTGREHTWDSISGHSCNRYKEENGDKVDTSRQQMQRYTHYWDRYNIHAGSYKVEQKDLGPAVEEQVKKLESNLTGPKM
NWDGSWLAMAYQSLLASRQVLSRSYAFAYYMFGGGEVKTHPSERASLAVAQNLFEDRQEQLERHVEHLSKELATDLLGLP
EEEIVLKKVEIANLAKIVQAICGQLYRCIQDELLPLLVQPMNIAAYQPDGPDKAKEFIGA*                   
>Osat_LOC_Os03g42780                                                            
MSSDDEECFYDYEEEEEEEEEPGWDDGGGGDTMLVEEEAALPERPVDCWVSKAIPTILTSLKNPIHADVMHKNIHRPLQK
SLFRLHSLQLVLQQLVLVTNYIVFLDMLDLPALYVCTQQQDLSMVMNLLYIKQHQARALLIHHRWKMESILDHFDRKGRD
RMLRETGVVIQQQAEEKNGGGMAMAASPSPPPRPRSSVTCYVCFEDVSSDAVSTMDCGHCFCNDCWTEHFFACVNGGQKQ
IRCMAVGCAAVCDEDVAQRLLGGRYPGAARRLRGALLASYVEDNAAARWCPSAPHCGRAVRVDGGGGRWCCEVSCPCGAS
FCFGCAAPAHSPCPCAMWERWEAKCRGESMNVDWILANTKSCPKCSKPIEKNGGCNHVRCKCGQCLCWLCGAATGLAHNW
TSIDGHSCNRYDDAAEKRKVDGARRKVLRYAHYYERYKAHGDSRRAEAEKLGPAIEARARRLREDPDPATAPASGDAAEA
LAAAHRALLASRDVLSRSYAFAYHMFGGEERTLKAAAPESEVATAQALFEDHQEMAERHVEKLSGLLAADAPPAPATAGD
AALRRAKQDAVALTAVVEKHCGEMHKCIQDELLPMLVEPMSIAAYRRDGPIKAKDFPTCGGAS*                
>Osat_LOC_Os03g42790                                                            
MDGSDDECCYYYDAVDSDGDEEEEEEIIMLDEDDVGLLDGAALPPPEEEVEHRAICWAITKESLAAAQEQDLSMVMNLVN
VERHNARALLAHHRWKMERIYDRLDMMGRDALLRDAGVVVLPEKSSSSGSSMAMAKTNPPGSVAVTCNVCFEEYPLGSVS
AMDCGHCFCNDCWTEYFAAAVSDGSKQMRCMEVKCTAICDEAVVRLLLHGKHPGAAARLDRRLLEACVEASDAVRWCPSA
PHCGRAIRVDGGGGGEERYAEVSCPCGAVFCFRCGGGAHSPCPCPMWDKWGAMRGGGEVDNLKWIVANTKSCPKCSKPIE
KNGGCNHVTCTCGQHLCYACGAATGTLYMHICNRYKEEGGGGGVKVEMTAGGRQRLRFMHYYERFEIHTESYKEEQGKLG
PAIDALARRLEADATLPWSGTRDARWPSAAHRRLLRCRQVLPRSYVLAYYMFGGGAATRREREEAAAQNRFEDLQGQLEH
HVEVLSRTLAAAARPADAAEVVKAKRDADNLARVVEGLCAGMYRCVQDELLPLLVEPMNIAAYHPDGPAMAKEFPPATSV
TGGAPPATRH*                                                                     
>Osat_LOC_Os04g41470                                                            
MDSEDDMLDANDSADDDFYSGGEAGLGGSDDGDADYDFADHDSDDSAELLSHRQQQNYSILSEADIQQRQEDDINRVSTV
LSISKSEACVLLRNYNWSVSKVHDEWFADEEHVRKVVGFPEKLIEMPNDRELTCGICFENCPRTSMSAAACGHPFCSACW
RGYISTSINDGPGCLMLRCPDPSCTAAVGQDMINSLADDEDREKYGRYLRRSYIEDNRKTKWCPAPGCEYAVEFVMGSGS
YDVNCNCSYGFCWNCTEEAHRPVDCATVSKWILKNSAESENMNWILANSKPCPKCKRPIEKNQGCMHITCTPPCKFEFCW
LCLGPWSEHGERTGGFYACNRYEAARQEGAYDESERRREMAKNSLERYTHYYERWAANQSSRQKALGDLLSLQNDKLEKL
SDIQSQPESQLKFIIEAWLQIVECRRVLKWTYAYGFYLPEHEHAKRQFFEYLQGEAESGLERLHQCAEKELQVYLEAESP
SKDFNDFRTKLAGLTSVTRNYFENLVRALETGLNDVGPSTSHGTCSKSATSKSLGSKSKSSKSRASSTSSKTGGSSRGVD
ESNIWTCDQCTYANPRSARNCQACNNQHR*MDSEDDMLDANDSADDDFYSGGEAGLGGSDDGDADYDFADHDSDDSAELL
SHRQQQNYSILSEADIQQRQEDDINRVSTVLSISKSEACVLLRNYNWSVSKVHDEWFADEEHVRKVVGFPEKLIEMPNDR
ELTCGICFENCPRTSMSAAACGHPFCSACWRGYISTSINDGPGCLMLRCPDPSCTAAVGQDMINSLADDEDREKYGRYLR
RSYIEDNRKTKWCPAPGCEYAVEFVMGSGSYDVNCNCSYGFCWNCTEEAHRPVDCATVSKWILKNSAESENMNWILANSK
PCPKCKRPIEKNQGCMHITCTPPCKFEFCWLCLGPWSEHGERTGGFYACNRYEAARQEGAYDESERRREMAKNSLERYTH
YYERWAANQSSRQKALGDLLSLQNDKLEKLSDIQSQPESQLKFIIEAWLQVSFHCQV*                      
>Osat_LOC_Os04g50720                                                            
MPRKSSRGKGGPRPGPKPASQNPNPVSEIPHDGGGGEAVDAAAEAVGRLDVSACPTAEDAPVELPPSSQPPLEASSSGRD
ELGGSLEEEAVRKLQELVGFGGEEVELTEEEAAANDQRQEDEIKRKFYAQIFALEAIFGDNVVIFKSKGGQRSFQVHVYI



EIPDGIDVSARLGYGSGSLKYGAGHDTDASDDLVYKFRVEHLPPILLTCLLPSPYPSHQPPLFTISAEWMNKMMVSSLCQ
MLDTVWEEQKGVEVTYQWAQWLQSSSLSHLGFASEIVLSSDSAYDHECGDKRALSHNAAPDVIIPRMMRWNDDKCHEAFL
RAIHDCMICFSEFPGTDFVKLPCHHFFCLKCMQTYCKMHVKEGTVVKLLCPDTKCGVVVPPNILKRLLGEEEFERWEGLL
LRRTLDSMSDVVYCPRCETACLEDGDNEAVCSSCLFSFCTLCRDRRHVGDKCMSPEEKLLILEKRQEAGKLQGDQHKFLE
ELRSIKAIMKDSKMCPRCKMAIHKIEGCNKMSCSNCGQYFCYQCNSAIEGYEHFRGSCKLFPQEELDRWNMQMNPRVQRQ
NVAQVQAEMFRQFAHPCPTCRQPCPKMGNNNHVFCWACQKHFCALCRKTVHKTSQHFGPKGCKQHTADP*          
>Osat_LOC_Os04g50740                                                            
METYSRMHVTEGTVLKLLCPNDKCGGIIPPSLLKRLLGDTDFERWERLILQKTLDSMSDLAYCPRCGAACLEDEENNAQC
PKCFFSFCARCRDRRHIGEKCMTIEEKLNSLQDRTVVPFLSKDSFASKMNLSNEISSIKEVLRSSVRCPHCGTAISRVSG
CNHMLCSNCRQSFCYGCGKAENHGHSSEPCRYQENLATKKNPTVLIEEVKKELEGELSRQHPCPNCRQPNPKMGNNSHMF
CWACQVHYCAQCHRMVRKSSEHYGPRGCKQHSVDPEIPLRFKANKNDDSGS*                            
>Osat_LOC_Os04g50760                                                            
MDGPNVSQLCKMLDTIWAELPGQEVVYRWVESLRNSSRSYLWFDGKITLGPDTPMQKGDNRAISRSLSLESVIPSMLSYS
SKKRYQAFLEDLHMCMICLSQSKGSNFIRLPCQHLFCVKCLGTLCRMHVKEGSVFQLVCPDTKCNASIPPYVLKRLLTED
EFERWDRLTLEKALDSMSDVVYCPRCVIGCLEDEDNNAQCPKCSFFFCSFCKEPCHPRRQCLTPEEKLQRRQASGRMSER
EVAQEILNIKALYNDVRLCPKCRMAISKTAGCNKMVCGNCGQFFCFRCGKAIKGYDHFSECKLFAPRDISAWERQMEEQY
GNHVRLSLRPVGGTIRCPKCRERNFKDDEKYIFCWACRANYCTMCRREVQDKRGHFGSPECVGLEDF*            
>Osat_LOC_Os07g42900                                                            
MVSIIHKNEEEGAILAFLTSQLEVEWACENFSDADAVVLPMHGKLSHVEQSLVFKSYPGKRKIIFCTNIAETSLTIKEVK
YVVDSGLAKESRFVPSSGLNVLKVNWISQSSANQRAGRAGRTGAGRCYRLYSESDFSMMEVHQEPEIRKVHLGTAVLRIL
ALGIRDAQNFEFVDAPNPEAINMAVKNLEQLGAVKYKCDGFELTDTGRYLVKLGIEPRLGKIMLDCFGFGLRKEGVVLAA
VMANSSSIFCRVGTDEEKYKADRLKVPFCHQDGDLFTLLAVYKEWEDEHENRNTWCWQNSINAKTMRRCQETISDLENCL
RHELNIIVPSYWCWNPEESTVHDKLLKRIILTSLSGNIAMFSGHERFGYQVISTDQAVKLHPSCSLLIYDSKPEWVVFTE
ILSVPNQYLVCVTAIDPDALCSIHPMPLIQQLEKLKLQVKVISGLGYNLLRKFCGKSGQNQQKIISLLQEEFRDDRVTVE
VDFRNKEVVLFAKEQDIEKVFGIVNDALECEARMLRNECLEKSLFSGKPGDCSLALFGSGAEIKHLELEKRYLTVEVLHQ
NAHELNDKELICLVDTLISGVANFYKLYGNLQVASDETKWGKFTFLNPEYAEDAVSKLNGMEFHGSPLKVVPVCSSSNRG
LPFPAVRAKVSWPLKQSRGLALVTCASGEAEFVVKDCFALGVGGRYINCEVSTRHENCIFVRGIPMHVTEPELYDAFRST
TTRKIVDVHLLRGTPIAAPSASLCAEALNREISSFMPKKIFPAQNFRVEVLTPEENDSVMRATITFDGSLHREAARALEH
LQGSVLPCCLPWQTIQCQHVFHSTVSCQVRVYNVISQAVASLLESFRSQKGVSYNLEKNEYGIFRVKLTANATKTIADLR
RPLEILMKGKTINHPDLTLSTVQLLMSRDGVADLKSVEQETGTYILYDRQSLNIKVFGLQDQVAAAEEKLIHALLQLRDK
KPLDIRLRGRNLPPNLMKEMLKKFGADLEGLKREVPAVELRLNLRQHTLYVRGSKEDKQRVEEMISELVNSTKYNGLLQL
PLENACPICLCEVEDPFKLESCGHVFCLTCLVDQCESALKSHDGFPLCCLKNGCKKQLLVVDLRSLLSSEKLEELFRASL
RAFVASNAGKYRFCPTPDCPSIYQVAAADAESKPFVCGACFVEICNKCHLEYHPFISCEAYKEYKEDPDATLLEWRKGKE
NVKVCPSCHFTIEKADGCNHVECKCGSHICWACLENFRSSDDCYSHLRSVHLSY*                         
>Osat_LOC_Os08g35060                                                            
MASGSSSSNDAAADLTVLVDDFYFSVLSHGRNDDDDSADGDDGELFPISDEKYASELQLQEVIMSSSVAATTARSSSAPV
IFIGECSSSHAASSSSRLTSIPAAAATTLVFCKICMDAVPPSAAHRASRGCDHAFCAACLAGYVGAKIQERIADVRCPEE
RCRGALDPELCQGILPREVFDRWGAALCEAMVLAAPRAYCPFKDCSAMMLDDAGEAVTESECPSCRRLFCAQCAVPWHAG
VDCAAYKKLGKGDRGKEDLLVVEMAKGKKWKRCPKCKYFVEKSQGCLHITCRCGFEFCYGCGGQWGVTHASCSTA*    
>Osat_LOC_Os08g35070                                                            
MAMAEAAEGQRPRQRQRRQPQPQRQQHPSCGICMEPMPPSEAHRGGGGGCAHAFCRACLAGHVRAKVESGGGAGAVRCPD
PSCGGALDPELCRGALPGDVFERWCAALCEAMFAGARRTYCPYPGCSEMMVADADDEGCAGVTQSECQACRRLFCARCGV
PWHAGVSCAEFGRLGEGERGREDLLLVQAARNGGWKRCPRCRFYVEKSHGCLHITCRCAICDPRLCRW*           
>Osat_LOC_Os08g42740                                                            
MDSDAEMPMSSDEEMLDDEDYYDYSDDMGEDDDGSGGGGGGDSDGEEEEEGDEELVGGDYEGREAEGSDEVVSRREQRYI
VLTEKDINERQEEDIGKVSAVLSIRREEACVLLHHYKWNISKLSDEWFADEEKVRDIVGLLLNGIDLPNSRKLTCGICFE
GYSSDVMSSADCDHFYCHECWEGYISAAISDGPGCLSLRCPDPSCGAMVLQNMINKLAKDDDKVRYARFILRAYVEDSKK
TKWCPAPDCTCAVEFVSDGNYDVSCNCKFSFCWNCTEEAHRPVNCETVSRWILKNSAESENMNWILANSKPCPKCKRPIE
KNQGCMHMTCTPPCKFEFCWLCLGSWAEHGERTGGFYACNRYESAKKEGVYDETEARRERAKNSLERYMHYYERWASNQT
SRQKAQADLQKAEKEQLAKLTDVFGIPETQLKFIIEAWSQIIECRRVLKWTYAYGYYLDDKVKSEFFEYLQGEAESGLER
LHQCAEKDLQSFLTVRSDNTEPAPSIAEFGDFRVKLAGLTSVTRNYFENLVQALEAGLEDVHSTAQGTTSSNATNIPSKK
AVTKGKTKKQLPRTSSDNSDEGWPCERCTFINPSSVDACSVCDKHRY*MDSDAEMPMSSDEEMLDDEDYYDYSDDMGEDD
DGSGGGGGGDSDGEEEEEGDEELVGGDYEGREAEGSDEVVSRREQRYIVLTEKDINERQEEDIGKVSAVLSIRREEACVL
LHHYKCKLSDEWFADEEKVRDIVGLLLNGIDLPNSRKLTCGICFEGYSSDVMSSADCDHFYCHECWEGYISAAISDGPGC
LSLRCPDPSCGAMVLQNMINKLAKDDDKVRYARFILRAYVEDSKKTKWCPAPDCTCAVEFVSDGNYDVSCNCKFSFCWNC
TEEAHRPVNCETVSRWILKNSAESENMNWILANSKPCPKCKRPIEKNQGCMHMTCTPPCKFEFCWLCLGSWAEHGERTGG
FYACNRYESAKKEGVYDETEARRERAKNSLERYMHYYERWASNQTSRQKAQADLQKAEKEQLAKLTDVFGIPETQLKFII
EAWSQIIECRRVLKWTYAYGYYLDDKVKSEFFEYLQGEAESGLERLHQCAEKDLQSFLTVRSDNTEPAPSIAEFGDFRVK
LAGLTSVTRNYFENLVQALEAGLEDVHSTAQGTTSSNATNIPSKKAVTKGKTKKQLPRTSSDNSDEGWPCERCTFINPSS
VDACSVCDKHRY*MDSDAEMPMSSDEEMLDDEDYYDYSDDMGEDDDGSGGGGGGDSDGEEEEEGDEELVGGDYEGREAEG
SDEVVSRREQRYIVLTEKDINERQEEDIGKVSAVLSIRREEACVLLHHYKWNISKLSDEWFADEEKVRDIVGLLLNGIDL
PNSRKLTCGICFEGYSSDVMSSADCDHFYCHECWEGYISAAISDGPGCLSLRCPDPSCGAMVLQNMINKLAKDDDKVRYA



RFILRAYVEDSKKTKWCPAPDCTCAVEFVSDGNYDVSCNCKFSFCWNCTEEAHRPVNCETVSRWILKNSAESENMNWILA
NSKPCPKCKRPIEKNQGCMHMTCTPPCKFEFCWLCLGSWAEHGERTGGFYACNRYESAKKEGVYDETEARRERAKNSLER
YMHYYERWASNQTSRQKAQADLQKAEKEQLAKLTDVFGIPETQLKFIIEAWSQV*                         
>Osat_LOC_Os09g11170                                                            
MDVDELLLIAISHGNNEDGSDGVVGISDEVYAAELQLQELIMSSAMAATAAAAADQLDSGSAVHASSEDAAAAAHAKTSP
SSALVPAAECSSSSAAAMTLVASVVKCSCSSSAMAPSATTTSFLFCKICMDDVPASDAHRGSHGCAHAFCAACLAGHIAA
KLHSGGGVYCPEDGCASAVDPELCQPILPEDNFERWCAALCRAMVLGGRHVYCPFTDCAEIIADERGGDSDGQPTECPAC
RRRFCERCGVAWHGGVSCGEYGELAVGDRGEGDLAVVEMAKGSRWRRCPRCKFFVDRYEGCSHITCRCGLEFCYGCGQEW
GPTGHSSCQRP*                                                                    
>Osat_LOC_Os09g25190                                                            
MGSPMSRPATADGSARGGGLALAIADELPQEAVAKPALMSQVMAGNSSMVAKMDEVSRVADDLMFAEDLQLEEVIRFSAH
SAGPNCAVCGQATPSVDASWKPDNCDHVMCITCFGQLASDSHADELPKCPLASCQSSPDIISVSNEETGGGKGKELATYV
VLEEHGECSRGAAATASSSASSEFYCTICMETVDAIERFAIPGCTHAFCASCVRQYIAAKVEENVLSIGCPDPGCKDSGG
GALHPEACRDVIPPQLFQRWGDALCDSALSSLKFYCPFSDCSALLVDDPGDGEEAITDAECPHCSRMFCAQCKVPWHGGA
TCAEFQKLGKDERGRDDLLLRKVAKDSKWQRCPKCKMYVERVEGCVFIICRCGHCFCYLCASPMSRDNHHCKKCKRTW* 
>Osat_LOC_Os09g25200                                                            
MNIDDALAEELQLQEAILFSAFQEMIIQDTDDDDSIGNLILIGQDQGQESKKPFSVADHGESSSPSPLTMTTTTGGGGAG
EFYCSICMETVPGALKFSVSPCLHAFCVCCIGQYVAAKIGENTADVRCPDPGCGGGVEPESCRGVVPSEVLDRWGLLLCE
AAIVARRLHCPFRDCSEPLLADADGEGGGVAEAECPSCHRLFCARCMVPWHDGVGCEEFQELGEDERGREDVMVRRLAGR
ERWQRCPQCRMYVEKSEGCMFMKCRAAGEGPPDMSANVDLDAKRLVPLKAWGRCRGCWSSSSSYPRNEFVKTNTDYIEKG
EYSGGDRPVRSRVGKMAPTGMKFDLVKFDGSGNFGLWQTKVKDLLAQQGVSKALKGEKPAKMEDDDWKEMQLQAAATIRL
CLSDQEGADLTAHVNVFNQLVTDFMKMDVEVDDEDKAIVLLCSLPESYEHVVTTLTYGKKTIKTKDITSALLARDQMRKN
KEGETSQAEGLLVKEDHVGHKLGDDTSYPAVGVREVNIKLEDGGEHVLQGVRHVPGLKRNLISLETLHEEGLIFRGNRNR
KTMEIMKDKTTVMTGEKVESHLYKLRGCTVAGGVQEGAVARIAIVFGGGGSGAYSSGGLR*                   
>Osat_LOC_Os09g25220                                                            
MENSAADAAAAAGGADVIYISSDDEDEEIRILSADPYSPEEIQIQEVILLSLDYSRAAAADADTAQSSASSSRPSAAAST
FGEPSSLPDRKGKSKLLSEDGPSESTTTRRWRKRGFTCIICMDKVQASEEFLVNVCSHAFCKSCIGGYVAAKVSDNVAAI
GCPDPGCEEGSVEIGQCRDIVPPELFGRWSVSLWESSMGETTKCYCPFKDCSAMLINDNGDGGDAEEIAETECPHCHRMF
CASCRVPWHDGIDCKEFRKLGNDEKGKEDLMLKKLAGKKKWQRCPQCRMYVEKSAGCTFMRCRCGFFFCYNCAAPMTKLV
HYCKKCNR*                                                                       
>Osat_LOC_Os09g25260                                                            
METSAAAGGAHLIYVSSDDEEDETRVLLAESYSAEEIQIQQAILLSLDPSSDADAAHSSASSSRPSGAASTSDEPSSLPD
RKGKRKLSSEEDGPIESTRKKRRKRGRFKCSVCMEKLQVSEQFTVSFCAHAFCNSCIGRYVAAKISENVAVIGCPDPGCE
EGFVEMDTCRDIIPPELFDRWSVSLCELALGEKKYYCPFKDCSALLINDNDGAEKKIRETECPHCHRMFCARCRVPWHDG
IKCKEFRKLGDDEKGEEDLMFKKLAGKKKWQRCPNCKMFVSRIDGCLQIKCRCKQYFCYYCAAPMKKDSHYCMSCHR*  
>Osat_LOC_Os09g26460                                                            
MASAAASASASAAQELDREQYLQELIRGSMLDPPSSSSSRAGRVRPLTDDEIGRFYCEVCMEWKLVFDRFRVSDGCPHAF
CVACVVGHIEARVAAGSVPVPCLLAGGGGCSGGGVMHPERCKKLLDIDVFDRWCVALCERAVGPARARCPYRDCGEMAAL
EGEAAAAALPLRAAASKASCPTCSRAFCLQCEEPWDDRHGGGGGGDGGARCALTQLAKGREWRRCPSCRAMIDKIDGCKR
MTCRCGTVFCYDCGSSFNPRMYSCKCTPRKSSQSEEEDGFIDLTCSDRPLNLGNHC*                       
>Osat_LOC_Os09g26470                                                            
MEGGKPHPAATGGGASSSHHAAAAAAADVAVDEAFARDLYVSQLMELGDDDWSSFAPPMDRVGSTSSLAAGAAGSRAQPI
VIDDDDDAPAAAAAARTVQLYVPPPLRSGGRRTVATRQQPAPARSATAFLPRPPGGAATADIGTSSTATLPQGLPAAMAP
STELSLRPGGLIAGGAAAPRHGGRRPAARMAARAAPGTGHARGAGNGRWARAENLMAALQANPRPNVAQFGRIWTRIAAA
DRQLTAAAAAADTPAAVTATTGEGSHAAPAVSAGKCGQHRTPAISAGKGGAAGGMEEEEEVHRNVANENDSVSSKRQALL
ADRDTPAVFAGMEDGHDNDWYDSVIRDAVIAELQEDPELHGPLPVQYLTKSPVVAQPPPRATAAAIAGEEEEEEGEFSMP
NFYKKWGLRPSDLDPDEAGPSTRRPRVLPLADGDLPTFDCGICFDTLPMLDLFRGLPCDHKYCLECMTTYIDGKVREGAV
PVACPDPECADGGDGGAGVLHPEGCKKAIDFAAFTDWGLRLAEGAVPHDRRAYCPNRRCGILLETSGEAEPAMAACPACQ
HLLCATCGGEWSTADDADHRDCSKGPEAAMVKKLADERRWKACPKCRMLVERTAGCRVMSCRCRMVFCYLCGLQIGAVLE
GKEKCQCLDNLGVVLIKALCRFSKRRTASYPPIKAIQIKGVVVSHLRSSQRHRRHPVADYQAREEESCRQHLYTKVVNPH
LPPIAVSATNTASCRHEGVATATAHTHPRTSTQAVSPLPSVAIAMPCEHSSTTRWSRRSSLEATGSSITSARSTTGTVFN
TIGHSCRRFNRVAAITVTIMARSILQIYHLVLATSGSSWEKRPHTTNILVTARFPTDGSDGGEEVGGRKVEWHRGMGHCP
SHSSVIE*                                                                        
>Osat_LOC_Os09g33876                                                            
MGSDEDELLDDEEYYYYCSDGECSGGGSGSDEDEEFGGRGSDEGCEADEVVSTREQRYVVLTEDDIRERQEEMISRVSAI
FSVPRESACVLLRHYKWSISKLSDDWFADEENVRRSVGLPSNVVHVPDCPELTCGICFEGCAANAMSCAGCSHFYCHECW
EGYISAAVNDGPGCLVLQCPEPSCDAIVLEDMINSLTKDEDKVKYARFVLWSYIGVNNKIKWCPAPDCTCAVEFLGDGNY
DVSCKCKFSFCWNCAEEAHRPVSCDTVSKWILKNSAESENMNWILAYSKPCPKCKRPIEKNQGCMHMTCTPPCKFEFCWL
CLGAWSDHGDGTGGFYACNRYQSAKMGGMYDEAEARRERAKNSLERYMHYYERWASNQTSRQKAQADLQKVENEDLTKLS
DVVGIPETQLKFIPEAWSQIIECRRVLKWTYAYGYYLHNKAKSDFFVYLQGEAESGLERLHKCAEKDMREFLPTADSTQP
SLSLQDFGEFRVKLSGLTSVTRNYFENLVQTLEAGLQDVRATDQSASVSTSSSKKPPTNTKGKSGRSKVARTSQERSGDR
WPCDRCTFINPSSTNSCNMCGRNKPRRR*                                                   



>Osat_LOC_Os09g38630                                                            
MESGYSDVDDDYFGDSDEDYGDDGDYMDDDGDDYGGQVVEETEAPAMEKTYVVLTEDDVRARQEEDIAKVCEVLSLSPGA
AAVLLRLYRWRAVLLQEEWFLDERRIRDAAGLLPADGGGGEVPARVNRRRLTCAICFDVFDTGGMRSAGCSHFYCVSCWR
GYVRAAVGDGARCLSLRCPDPSCPAAVVRELVDAVADGEDRERFGWFALRSYVEESAGMRWCPGPGCSRAVEFVGGGDGE
ESSEVFCSCGHGLCWRCGEEAHRPVSCKTVAKWVEKNSSESETATWLLAHTKHCPKCRLPIEKNLGCMHMTCRPPCLHEF
CWICLKPWHGHAACSRYQPNGTVVALAGANADDERRRQAKASLDRYLYHYERWDANLKSLRVALRDMESLERSELEAMAS
AAGVPATEMGFVTEAYEQVGEGRRVLGWAHAYGYYLDPDRDFTKRQLFEYLQEDANASLERLHGCAERERRELFAAGADD
KAAVDFDKYRAYREKLAGLTRVTRQYFGNLVKAFETDLAEVSSSS*                                  
>Osat_LOC_Os09g38640                                                            
MASDGEDDAQSYESYYTDDGDDYTDEVDSNVDDDGESWDLEEEEVDDDDDDEAKKKKAAAAVNLTKIDRRYRNLSEEQVR
ARQDADTANVGELFAIPPGFAAVLLRHYKWSLVELQDRLFCDGDRAGAATGVALGGAPVSRNAHPLVCAICFDEHPAGEM
RSAGCSHFYCVGCWRGARYATFLLRSYVEEGTRIKWCPGPGCTLAIEFVGGGGGEEKQDDVECRHGHGFCFRCGEEAHRP
VSCETVYAWSEKNAMKSETASWVLANTKHCPKCRLPIEKNRGCMHMTCRPPCLHEFCWLCLSPWSDHRSSEYYNCNVYDA
AKANGEASDDKRRREQGMASLDRYMHFYERWAAHGKARQSAVDDMAGLDACAEKLSAAVAMPVTELCFLAEAYQQIAECR
RLLRWTYAYGYYHLGTGLDGDEERRTMVECAQGEAERQLEKLHDCAEHEREELLAEVERTIKLNAILKDNDGEESKKKME
DKAGEMVDMVVAYRQKLSGLTGVCKIFFRNLVKTFQDGLLEVGPAVAAAAAAAVATGPAESSDDPVDPLQPLHQDDSS* 
>Osat_LOC_Os11g01240                                                            
MSAADDLAALHHQVSLASSAALSASDHDLAFHLQLSEAIQASLSSNAAAPSHPAPPPPPPEEPSDASCALAVHAADLARA
EQDHRDAQACRAYHARAAASVRVAAHNALFARDLAAIPEDKWAHDGDYFERPLPLEGGGALFRVLFKGMASREVVGPRDR
DPGVGVLAVAICGPRGEVVLRIHKPVQAQAQQGRMMLEAMALVEGLNAALALGIRTLNVLTDNKPLHNHMSGIWRPRQKR
LVDLINEAFSAKQKFEQSEILCVARTQVNYVTKLATDSLHTQIAKAAVVSAGKEKKENCTICLEDTDVSKIHAVEGCAHR
FCFSCMKEHVKVKLLHGMLPACPQDGCTTKLNCGGFKDVPISTVITDHGAAYQGSTNSSNSQDLLPISQVLSLDVHERTD
TSNARIILKMTCYDYKRRYRHARLEDAYLQNLAQQRLWRQCIRCKHMIELAEGCYHMTCVCGYEFCYTCGKEWKEKKATC
SCPLWDERNIIRDDPQGNAAIHDDPEDEYDDYYDEDENNYYVGEGLQYNVDYHRQYDGGDRHHGHFYQYNR*        
>Osat_LOC_Os11g19500                                                            
MDTKEKRVNIETDESYTVTFHCAICMEYKPMNSRFHCEGCPHYFCFKCVLDHISYRVLGGDAHVCCPEPGCTIGELTYEK
WYKHVRGDVRKAWESANLRDSAMLKRCGSCGKFLEGVTLDGMEGGRDDCLDPLHTLAIAKGWRPCPRCGIFIELTGGCSI
VTCRCGCLFCYACAKIPPERETTVL*                                                      
>Osat_LOC_Os12g43560                                                            
MEERLADVEGSFACNSRGEDDFRSCCGDEDEWEDTEESFTAGVAKGELDESSVRLFFKGVSSPEAEGKKLSGIGVVMERS
PGVPMLQVQKKLDFYVDELVADHLALMDGLLVALQNGIRKIFAFTNSEKLYFQIAEAEILEDQLLVALGHRILELVEKLE
DFDIILLPSFELERPLQLAKEAIGIMYLSPYEVGTCSICCEEKRGAQMIKVGCAHTFCYSCLTSYTQEKLQTNKVPIRCP
QLRCKYHISASECKSFLPVSCYDSLERAFAEAGTSDMERFYCPFPNCSVLLDLSQHFSRASTSSQSDLNCVECPECHRDI
CINCGVPWHVMMGCDEYQSLPVDERDAGDLSLHRLAQNNRWRRCQRCRRMIELTQGCFHMNCWCGHEFCYSCGAEYTNGI
QTCQCVFWDEESIEAASAAHSTQASEIWAWDTFDCMPTAIEGYSEQERAQLALIQRFLSGGFNLGEPPSQSPPRCADSYI
IDTMKDLHQLPWLERFVSVISDSYNEDYIQ*                                                 
>Smol_XP_002994713                                                              
MPHSRGSLELDAPEFQRRREENLVNELKNLDFVKKDAKPCPTCGMAISKSAGCNKMTCSNCGQYFCFKCGKRIDGYLHFS
NSCTLFDDDDRGENAQLWQLVQQQEQRQQQRQEAIRFGKPCPSCGQPNVKVGNNNHIFCMSCQNHYCGQCHKLVRKSSEH
FGPNKCASVLLMPQATSQATTWVLQKKRTRKIAIDPRDFCESVSSAIEKHEDEQAIHTLLCSTFLLRSRHNGNNAKRKFK
TKISKNSGFLLASGTSRPTRLHARKLLSTPKRSYKQPLNQATSEQLGKINLSSSHNIAIRYHHRGIATANGTTSSLPTMV
ATPILPPRHSLPLRILPTNDHPKLFTRPSLIAATRANTLALLTSLHIEYLPTAHAQPVPPMHARPTQEQHEKSRSSPARL
KHAKCDIK                                                                        
>Smol_XP_002994548                                                              
CVICLEDVQDADIYTLAECSHKFCSSCVKQHVEATVTTGRTFPVACPQVECTKKFTEGECKKLLSEAALKVFMKKIEEER
IPDAERVYCPYPKCSDLMDRRTFLDPNPRKLCGACHRYFCLDCRVPWHTFSTCAGYQRLPLDLKDAADAKLYRLAENQNW
RQCKKCRWMIELSEGCYHMTCRCGYEFCYTCGMEYR                                            
>Smol_XP_002987997                                                              
CVICLEDVQEADIYTLTECSHKFCSSCVKQHVEATVTTGRTFPVACPQGECTKKFTEGECKKLLSEAALKVFMKKIEEER
IPDAERVYCPYPNCSDLMDRRTFLDPNPRKLCGACHRYFCLDCRVPWHTFSTCAAYQRLPLDLKDAADAKLYRLAENQNW
RQCKKCRWMIELSEGCYHMTCRCGYEFCYTCGMEYR                                            
>Smol_XP_002987995                                                              
CVICLEDVQDADIYTLTECSHKFCSSCVKQHVEATVTTGRTFPVACPQVECTKKFTEGECKKLLSEVALKVFMKKIEEER
IPDAERVYCPYPNCSDLMDRRTFLDPKPRKLCGACHRYFCLDCRVPWHTFSTCAGYQRLPLDLKDAADAKLYRLAENQNW
RQCKQCRRMIELLEGCYHMTCRCGCEFCYTCGMEYR                                            
>Smol_XP_002985068                                                              
MSDEDEDNSGIYAESELECGDDDPAELRGSSHRVSASKRLSSFTGLRVTQVITAESLALAQVRDPFFAARLLIASLPWQQ
QDLQRVMDMFGVKIQHARALLIHYRWNVEVLFSYMAEAGRDAVFRRVGLPALAENQPALQPLPSTVTCGICFDDVPQADA
TQMDCGHAFCNDCKAGWLENFTVKIMEGESRKLKCMAFKCATICDEEKVRAVLASRNSEALARYERCLLESYIEDNAAVK
WCPSVPHCGNAIKVEGGPYWEIECLCSHQFCFNCLKLPHSPLSCSLWELWERKCKDDSETNHWITSHTKSCPKCTKPVEK
NEGCNLMTCRCGQHFCWKCGAATGAAHSYEHIVGHSCGRYKEEAETRAADAKRTLSRYLHYYKLWRAHMDSLKFEEKQEQ
LVQEKIERLEQRDLIVKDYTWLKSGLQMLYKARRAVSCSYPFAFFMFGNDLFKDDISPEQNAMNQVLFEDQQQQFEEQVE



RLSMLIEMPEEVLEQDISGVRFKVLSVTALTDRLCCRLYELIEDLLGSVISVTHHIAPYSSQVERVSAEPASKTACF   
>Smol_XP_002983678                                                              
MIPSDEDGDEIGDDESDYGFDDQSADIFQPSSKCSQINFVILSEAEIRQRQEQSITSVATVLSVPRIDAVILLRHFKWSV
SRVNEEWFADEQGVRRSVGLLERPTSQSTPMAIEPTCGICFELRSVDRMKAPAFCNHSFCDICWTGYMHTAITDGPGCLT
LRCPDPPCGAAIGDDMIMSLVSEEDRNKYMRFLLRSYVEDNRKAKWCPAPGCEFAVEFVPGSGSYDIVCKCGHYFCWNCL
EEAHRPVDCETVAKWILKNSAESENMNWILANSKPCPKCKRPIEKNLGCMHITCTPPCKFEFCWLCLGPWSEHGERTGGF
YACNRYEAAKQEGVYDEAERRREMAKNSLERYTHYYERWATNESSKTKAISDLQQMQTVQIEKLSDKQCQPVSQLKFVTE
AWIQIVECRRVLKWTYAYGYYLPEMEQAKAQFFEYLQGEAEAGLERLHLCAEKDLQIFLEGDSPNAAFNEFRTRLAGLTS
VTKTYFENLVRALENGLSDVENSRSGKGASSKASGSSKGKSGKIRILGGGGGGGAGSRNGNGGSSRGGGGGDDHWSCDNC
TFVNVNGATACSVCNRVRPTAAF                                                         
>Smol_XP_002982478                                                              
MDSDDDMQDAYTSDGDYYGDEYSDAMPSDEEDDDSVYPFDDNSMDDLSPSTRAPQNNFVVLSEDEICKRQEEAVKSVAGV
LSISKGDASVLLRHFKWCISTVNDEWFANEQAVRKTVGLLEKSAGRRPPKEIVCGICFDAFGVDKMRATVCGHYFCSLCW
TGYVHTAISDGPGCLTLRCPDPSCNAAVGDELVMSLVCEEDRVKYNRYLLRSFVEDNRKAKWCPAPGCDFALEYFPGSGS
HDVVCKCGHPFCWSCLEDAHRPVDCETVTKWILKNCAESENMNWILANSKPCPKCKRPIEKSQGCMHITCTPPCKFEFCW
LCLGPWSEHGERTGGFYACNRYEAAKQEGVYDEAERRREMAKNMLERYTHYYERWATNESSRQKALSDLQQMQALHMEKL
SDRQCQPVSQLKFVTDAWMQIVECRRVLKWTYAYGYYLPENEDAKRQFFEYVQGEAEAGLERLHQCAEKDLQVFLGEDPP
DVPFNEFRTKLAGLTSVTRTYFENLMRALETGLSDVDNSKAAANSNKNSSSSSKASKNNGGSSRSAIDESGVWSCERCTF
GNPSSVRSCQLCHHRP                                                                
>Smol_XP_002980998                                                              
MDSDDDMQDAYTSDGDYYGDEYSDAMPSDEEDDDSVYPFDDNSMDDLSPSTRAPQNNFVVLSEDEISKRQEEAVKSVAGV
LSISKGDASVLLRHFKWCISTVNDEWFANEQAVRKTVGLLEKSAGRRPPKEIVCGICFDAFGVDKMRATVCGHYFCSLCW
TGYVHTAISDGPGCLTLRCPDPSCNAAVGDELVMSLVCEEDRVKYNRYLLRSFVEDNRKAKWCPAPGCDFALEYFPGSGS
HDVVCKCGHPFCWSCLEDAHRPVDCETVTKWILKNCAESENMNWILANSKPCPKCKRPIEKSQGCMHITCTPPCKFEFCW
LCLGPWSEHGERTGGFYACNRYEAAKQEGVYDEAERRREMAKNMLERYTHYYERWATNESSRQKALSDLQQMQALHMEKL
SDRQCQPVSQLKFVTDAWMQIVECRRVLKWTYAYGYYLPENEDAKRQFFEYVQGEAEAGLERLHQCAEKDLQVFLGEDPP
DVPFNEFRTKLAGLTSVTRTYFENLMRALETGLSDVDNSKAAANSNKNSSSSSKASKNNGGSSRSAIDESGVWSCERCTF
ANPSSVRSCQLCHHRP                                                                
>Smol_XP_002980312                                                              
EMVTVSGCDHRFCVHCVERHAAVKVTQGEVNIRCPAVNCAVSFSDEECGRLLSEKTLEMLAKRVKDLSIPAEYKVYCPYK
DCSEMMDRRELEVSDSTSSSSSASASARACVTCSRCENKMCLRCNVAWHVDMSCDTFQALPAHLRDVEGAMLHTLAKRKQ
WAQCERCGRIIERDGGCEHIKCKCDYEFCYMCGKKWIRANHSCVRAFN                                
>Smol_XP_002977588                                                              
MGSSQSVSAGSSGSSSYQSGVPLPNHEYSHPTQDYDFDHEYSHPTQDSDFNHEDSHLTQDYDLAFDLQLAEVMEASRAEE
VFAAWEIQNREELIDAVLLAKVLERQQEEEQRMRRETCRICTEDRLSLQEMMTVQPCEHRFCIQCMRHNAEVRVKEGAVE
VRCPSEHCLAVLDYEVCTELLSKESIQLLEKNRVEQSIPAEFKIYCPYKECSEVMDKRLLDAVPSSSSSSSSPKSCSKSS
NKSPRRGSQSSWRASSPSSPSSSLPAWTSSAPIPSSSDSLPSSSATSTTQSNARASFMVKCLACGNGFCLKCKVPWHFGM
SCREFEKVPAVLRDFDGVKLYKLASRNKWKQCGQCGSMIELTRGCNHVVCRCKYEFCYLCNRKWTSDHAAASKCPFWDEK
KLLDPKKNM                                                                       
>Smol_XP_002963440                                                              
MSDEKSEDLRDFGEVFVQDLEEHRIVVDSGASSSGNVHGIFASDDTGRPELEDLETMMLRKLLEQDKTEAASAIADDKIS
QNKQEQDDEILALEAIYEGSFKHLSKESDGDLRCFMIEVTLEAFESIEISMERPLPSSGATNRHSFTLQYLPPIHLACLL
PSTYPSHSRPPFVLHAQWLSADRLIRLSDKLLEIWEDQKGEVVVYPWTEFLHSQALSAIEAFEKLELVQQPLELHDPRVI
SGCNSLDEDALSLLRYNEEMQLSTFLSSIHLCTICFEESTGREFIKFPCQHAYCRKCMQQYMSVHVTDGSINSLKCPDCK
GGIPPSALKELLSEEDFERWEKLCLQKTLDAMSDIVYCPRCGAACIEEGDHDAQCSRCFFSFCSLCRAARHDRGSLSEDQ
RKREENLVNELKNLDFVKKDAKPCPTCGMAISKSAGCNKMTCSNCGQYFCFKCGKRIDGYLHFSNSCTLFDDDDRGENAQ
LWQLVQQQEQRQQQRQEAIRFGKPCPSCGQPNVKVGNNNHIFCMSCQNHYCGQCHKLVRKSSEHFGPNKCKQHSVEPR  
>Smol_XP_002963014                                                              
MLPVPAADVTEVCTICAENRFSSEMVTVSGCDHRFCVHCVERHAAVKVTQGEVNIRCPAVNCAVSFSDEECGRLLSEKTL
EMLAKRVKDLSIPAEYKVYCPYKDCSEMMDRRELEVSESTSSFSSASAPARACVTCSRCENKMCLRCNVAWHVDMSCDTF
QALPAHLRDVEGALLHTLAKRKQWAQCERCGRIIERDGGCEHIKCKCDYEFCYMCGKKWIRANHSCVRAFN         
>Smol_XP_002990532                                                              
MIPSDEDGDEIGDDESDYGFDDQSADIFQPSSKCSQINFVILSEAEIRQRQEQSITSVATVLSVPRIDAVILLRHFKWSV
SRVNEEWFADEQRVRRSVGLLERPTSQSIPMAIEPTCGICFELRSVDRMKAPAFCNHSFCDICWTGYMHTAITDGPGCLT
LRCPDPPCGAAIGDDMIMSLVSEEDRNKYMRFLLRSYVEDNRKAKWCPAPGCEFAVEFVPGSGSYDIVCKCGHYFCWNCL
EEAHRPVDCETVAKWILKNSAESENMNWILANSKPCPKCKRPIEKNLGCMHITCTPPCKFDFCWLCLGPWSEHGERTGGF
YACNRYEAAKQEGVYDEAERRREMAKNSLERYTHYYERWATNESSKTKAISDLQQMQTVQIEKLSDKQCQPVSQLKFVTE
AWIQIVECRRVLKWTYAYGYYLPEMEQAKAQFFEYLQGEAEAGLERLHLCAEKDLQIFLEGDSPNAAFNEFRTRLAGLTS
VTKTYFENLVRALENGLSDVGNSRSGKGASSKASGSSKGKSGKIRILGGGGGGGGGSRNGNGGSSRGGDDHWSCDNCTFV
NANGATACSVCNRVRPTAAF                                                            
>Smol_XP_002986251                                                              
QVITAESLALAQQQDLQRVMDMFGVKIQHARALLIHYRWNVEVLFSYMAEAGRDAVFRRVGLPALAENQPASQPLPSTVT



CGICFDDVPQADATQMDCGHAFCNDCKAGWLENFTVKIMEGESRKLKCMAFKCATICDEEKVRAVLAFRNSEALARYERC
LLESYIEDNAAVKWCPSVPHCGNAIKVEGGPYWEIECLCSHQFCFNCLKLPHSPLSCSLWELWERKCKDDSETNHWITSH
TKSCPKCSKPVEKNEGCNLMTCRCGQHFCWKCGTATGAAHSYEHIVGHSCGRYKEEAETRAADAKRTLSRYLHYYKLWRA
HMDSLKFEEKQEQLVQEKIERLEQRDLIVKDYTWLKSGLQMLYKARRAVSCSYPFAFFMFGNDLFKDDISPEQNAMNQVL
FEDQQQQFEEQVERLSMLIEMPEEVLEQDISGVRFKVLSVTALTDRLCCRLYELIEDLLGSVISATHHIAPYSSQVERVS
AEPASKAAWF                                                                      
>Smol_XP_002975182                                                              
MGSSQSVSAGSSGSSSYQSGVPEEESLPNHEYSHPSQDYDFDHEHSHPTQDSDFNHEDSHLSQDYDLAFDLQLAEVMEAS
RAEEVFAAWEIENLEERIHAVLLAKVLERQQEEEQRMRRETCRICTEDRLSLQEMMTVQPCEHRFCIQCMRHNAEVRVKE
GAVEVRCPSENCLAVLDYEACTELLSKGSIQLLEKNRVEQSIPAEFKIYCPYKECSEVMDKRLLDAAVPSSSSSSSSPKS
CSKSSKKSSSSSPKSCSKSSKKSSSSSWGASSPSASLPAWTSSAPVPSSSDSLPSSSATSTTQSNARASFMVKCLACGND
FCLKCKVPWHFGMSCPEFEKVPAVLRDFDGVKLYKLASRNKWKQCSQCGSMIELTRGCNHVVCRCKYEFCYLCNRKWTSD
HAAASKCPFWDEKKLLDPKKSM                                                          
>Smol_XP_002972935                                                              
CVICLEDVQDADIYTLTECSHKFCSSCVKQHVEATVTTGRTFPVACPQVECTKKFTEGECKKLLSEAALKVFMKKIEEER
IPDAQRVYCPYPNCSDLMDRRTFLDPKPRKLCGACHRYFCLDCRVPWHTFSTCAGYQRLPLDLKDAADAKLYRLAENQNW
RQCKQCRRMIELLEGCYHMTCRCGCEFCYTCGMEYR                                            
>Smol_XP_002972933                                                              
CVICLEDVQDADIYTLTECSHKFCSSCVKQHVEATVTTGRTFPVACPQVECTKKFTEGECKKLLSEAALKVFMKKIEEER
IPDAQRVYCPYPNCSDLMDRRTFLDPKPRKLCGACQRYFCLDCRVPWHTFSTCAGYQRLPLDLKDAADAKLYRLAENQKW
RQCKKCRWMIELLEGCYHMTCRCGYEFCYTCGMEYR                                            
>Smol_XP_002971574                                                              
MWPSSPSLRRTILRQYPGTEQELVENRIFRAGTGLKNQGMISITTRAWTTLRDVLWAMGIFLQEKTTPQAKNEVDTEQDI
FKQLVRSADVPSLLVGSSSADKAQGRRTLPKPQAETTLAVQSNAATLCQSQERRSYGTKDMQAKTKKKSKGLRARRSASL
LERRARRSRVSEDQRRREENPVNELKNLDFVKKDAKPCPTCGMAISKSAGCNKMTCSSCGQYFCFKCGKRIDGYLHFG  
>Smol_XP_002971573                                                              
MMLRKLLEQDKTEAASAIADDKISQNKQEQDDEILALEAIYEGSFKHLSKESDGDLRCFMIEVTLEAFESIEISMERPLP
SSGATNRHSFTLQYLPPIHLAFLLPSTYPSHSRPPFVLHAQWLSADRLIRLSDKLLEIWEDQKGEVVVYPWTEFLHSQAL
SAIGAFEKLELVQQPLKLHDPRVISGCNSLDEDALSLLRYNEEMQLSTFLSSIHLCTICFEESTGREFIKLPCQHAYCRK
CMQQYMSVHVTDGSINSLKCPDCKGGIPPSALKELLSEEDFERWEKLCLQKTLDAMSDIVYCPRCGAACIEEGDHDAQCS
RCFFSFCSLCRAARHDRGSLSEDQRKREENLVNELKNLDFVKKDAKPCPTCGMAISKSAGCNKMTCSNCGQYFCFKCGKR
IDGYLHFSNSCTLFDDDDRGENAQLWQLVQQQEQRQQQRQEAIRFGKPCPSCGQPNVKVGNNNHIFCMSCQNHYCGQCHK
LVRKSSEHFGPNKCKQHSVEPR                                                          
>Php_XP_001774537                                                               
QTIFTVLSEQDIRQRQDEAVATITNFLSISPADAGVLLRHFKWSVSKVNDEWFADEERVRANVGLLEKPATSKRKNVKEM
TCQICFEVHPFEKMKEPRCGHYFCEICWTGYIHTAINDGPGCLTLRCADPSCGAAIGEDMVLGLVSKEDQQKYMRYLLRS
YVEDNRKVKWCPAPGCEYAVEYQAGVGSYDLVCKCGFSFCWNCREEAHRPVDCETVNKWILKNCAESENMNWILANSKPC
PKCKRPIEKNQGCMHITCTPPCKFEFCWLCLGAWTDHGERTGGFYACNRYETAKQEGVYDEAERRREMAKNSLERYTHYY
ERWATNESSRSKALADLQLMQSVKVDKLSDIQCQPVSQLKFVTDAWLQIVECRRVLKWTYAYGYYLPENEQTKRQFFEYS
QGEAEAGLERLHQCAEKELQTFLEGDSPNSSFNDFRTKLAGLTSVTRTYFENLVRALESNLSDVDISKGAVKSSNSSKAS
GSSKARGGRPKSGSTRSGGSSRSGEEMAHWSCEHCTYVNTTATSSNVCIICGYPRS                        
>Php_XP_001773361                                                               
CGHQYCQQCVSSHAMTLIANGKIHITCLQVKCPSTLSRRQLTSLLDKKTLDILISRRRESYIPASEIIYCPFKDCLKMAT
KPSTHGQQPQTSSDQHPSDFSKVKCGACHRAFCFQCNIAWHEAMSCGEYNASQKNQRLLGDEKLLMMAAESKWQRCSKCG
TVIERSGGCSHMQCRCGHNFCYGCGVSWQGAGVNCMCP                                          
>Php_XP_001772856                                                               
QTNFTVLSEKDIRQRQAEDVATITNFLSISPVDAGVLLRHFKWSVSKVNDEWFADEERVRASVGLLEKPVFNKRLTLKEM
VCKICFEICPLENMRASRCGHYFCETCWTGYIHTAINDGPGCLTLRCADPSCGSAIGEDMVLGLVSVEDQQKYTRYLLRS
YVEDNRKVKWCPAPGCEYAVEFQPGVGSYDLVCKCDFSFCWNCREEAHRPVDCDTVNKWILKNCAESENMNWILANSKPC
PKCKRPIEKNQGCMHITCTPPCKFEFCWLCLGAWTDHGERTGGFYACNRYETAKQEGVYDEAERRREMAKNSLERYTHYY
ERWATNESSRAKALADLHQMHPGQIEKLSDKQCQPVSQLKFVTDAWLQQIVECRRVLKWTYAYGYYLPENEHTKRQFFEY
SQGEAEAGLERLHQCAEKDLQTFLEGDSPSSSFNDFRTKLAGLTSVTKTYFENLVHALESNLSDVDIPKVAAKSSSSSKA
SGSSKVRGGRAKLGSSRSGGSSRSGEEGTHWT                                                
>Php_XP_001769350                                                               
MWRIQNRSEIYRFDVLLQTNFTVLSEKDIRHRQAEAIATITNFLSISPVDAGVLLRYFKWSISKVNDEWFADEERVRANV
GLLEKPATSKRKIDKEMTCGICFEGHPFEKMTAPRCGHYFCETCWTGYIHTAINDGPGCLTLRCADPSCGAAVGEDMVLG
LVSNEDQQKYTRYLLRSYVEDNRKVKWCPAPGCEYAVEYQPGVGSYDLVCKCGLNFCWNCREEAHRPVDCETVNKWILKN
CAESENMNWILANSKPCPKCKRPIEKNQGCMHITCTPPCKHEFCWLCLGAWTDHGERTGGFYACNRYETAKQEGVYDEAE
RRREMAKNSLERYTHYYERWATNESSRAKALADLQQMQPVQIEKLSDKQCQPVSQLKFVTDAWLQIVECRRVLKWTYAYG
YYLPENEHTKRQFFEYSQGEAEAGLERLHQCAEKDLQTFLEGDNPTSSFNDFRTKLAGLTSVTRTYFENLVRALENNLSD
VDNLKGAAKSSSSSKASGSSKSRGGRAKGGSSRSGGSSRSWEEATHWSCEHCTYANTTATSSTVCIICQYPRS       
>Php_XP_001768380                                                               



MDYDSDYEGTESEEDYFGDDEDCSGYGDDEEILVQNGKSFTSHKVITRQSLLAAQSEDLRKVKEILALSSRHARLLLIHY
RWNLENLLSAAVEKGYAPVFLEAGLPPPETEFVVPVADDPSERVDCGTCLEDVSMSAVTRMDCGHAFCNECWTKYFIIKI
KDGQSRRITCMSHQCGAICDEDKVRELVGSQDPESVERYERFLLESYIEDNAKVKWCPSVPHCGNAIRLEGDPFCEIECT
CGKQFCFNCMAEPHSPCSCHMWASWDKKCNDESETVNWLTVHTKPCPKCHKPVEKNGGCNLVSCICGQAFCWLCGAATGR
EHNWNSIEGHSCGRFRDEKAREAAKAQHDLKRYIHYHSRWKGHLDSLKLEQKQEEAVKEKIIGLEESQCQVKDYSWLTAG
MQRLFHARRALSYSFAFAYFMFGNDSFKDDISEEQNAINQNLFEDQQQKLEETVERLSKLVKAVETPLDEDTDDNYVHDI
RLQVINFTTLTDGLCRRMYEVIENDLLGSLQLATHHIAPYKTGGAEKASEISAEPEISHSDGTQVVNSEFRSKTDRPCVA
NGEWIQMQASLCRNFIAVI                                                             
>Php_XP_001763907                                                               
MREQFSVWCCLTGCQHEYCIDCCKKHAEMKISTGKAQIPCPLPDCGHSFDIDQCSDLLSKQSLEILNTRQTEFAIPSSQK
VYCPFSGCSTLMENSNGISSVYKERFVECGSCHRGFCVKCNVPWHADMTCAQYRAEMGNVLENGDEKLKDLAQRQKWQVC
KVCQRFIELAEGCYHMTCLCGNEFCYTCGAKWSNGRASCNCKLFDEEHIVTPRRHGPRVRPRV                 
>Php_XP_001763605                                                               
ENCLICLEDKLPSEMATVKKCLHEFCDACLRRHAEVQVQASQVPIRCPESGCSEELEYPEECKQYLTVEVFNILTKRLTE
ARVPEGDRVYCPYTNCSALMDKVAPNKLSTYQKVACAECRRSFCLECRVPWHKNRSCQEYQNLPPDLRDAEESNLYKLAQ
NQKWQRCKKCRRMIELAEGCYHMTCRCGYEFCYTCGTEWKNKKQQC                                  
>Php_XP_001754768                                                               
GCDHDYCSDCITQHAEVKISDGNSHIECPHQNCCHCYDMQQCRLLLSQKSFEILETRQMEAAIPSSLKLYCPFKDCSAFM
EKSEDLPREKFVECWSCHRGFCLECNIPWHANQTCGEYRADAENRHRSGDEKLRDLVKRKHWQICTECKRVIELKYGCFH
MTCLCGNEFCYSCGAKWRNKRQTCMCKLWDENFIIRQSKPR                                       
>Php_XP_001754507                                                               
MCEARQDIQPCDSSTPESISSQRNDADSGKGTVHDNDLGFREEVEEVGVKRLLKYAACIEEHPLSLSETENNKQQQDDEV
MVLQSIYGSDYLPIIEGDDRPIAFMILVHPDIPEGIKIFADAPKSLGCDGASASVSGNDHSFTVQALPPMTLLCVFPPNY
PSHSAPLYEITCSWLTKKKLSTLCTCLDKIWEETSPEVVVYMWSEWLRSQALSELGMSEGIELGNDFEERNGKSGEGLDW
RAVSRLNSSNADVYSLLQYEESAKHKVFQESVHTCLICFSEYSGYSFTKLPCQHYFCTTCLKQYCNMHVKEGSVLNLNCP
DTSCKEQIPPTYLKQLLDEEAFERWDNLSLQRALDAMADVVYCPKCKTASLEDPDHLVQCSQCRFSFCSLCLSNWHPGQT
CMSPEAKLRILQSRRQGREMGEEAIKKEKELINECLDMDYIKREAKQCPTCRMAVQKSEGCNKMICTNCGGYFCFQCGKK
IAGYDHFRGGSCILLDQLELNRWELQFNLQLQQLQEQDLVPRNPRGAAGMAAARPCPNCKQVNYKAGGNNHIFCWACQCH
YCGLCNNVVRKGAGHFGTGPNKCKQHTPD                                                   
>Php_XP_001753531                                                               
MLSRIVFKILKGAFKCPLLYILLQTNFTILSEKDIRQRQDEAVSTITNFLSISPADAGVLLRHFKWSVSKVNDEWFADEE
RVRASVGLLEKPATSKRQTQTEMTCEICFEVHPFEKMRAPRCGHYFCETCWTGYIHTAINDGPGCLTLRCADPSCGSAIG
EDMVLSLVSTDDQQKYMRYLLRSYVEDNRKQVKWCPAPGCEYAVEFQPGVGSYDLVCKCGFNFCWNCREEAHRPVDCETV
NKWILKNCAESENMNWILANSKPCPKCKRPIEKNQGCMHITCTPPCKFEFCWLCLGAWTDHGERTGGFYACNRYETAKQE
GVYDEAERRREMAKNSLERYTHYYERWATNESSRAKALADLQDMQNVQIEKLSVTQCQPVSQLKFVTDAWLQIVECRRVL
KWTYAYGYYLPENEHTKRQFFEYSQGEAEAGLERLHQCAEKDLLTFLGGTPTSSFNDFRTKLAGLTSVTKTYFENLVRAL
ENNLSDVDIPKAAAKSSSSSKASGSSKGRGGRPKVGSSKSGGSSRSGEESTHWSCEHCTYANTTAASSIVCVICNHARS 
>Php_XP_001752803                                                               
QVITRESLLAAQKDDIRKVVEVLALRPRQARTLLIHYRWNLENLFGAIAEKGYGPVFLEAGLPPPETEVVVPVADDASVS
VRCGTCLEDVPTTTATRMDCGHAFCNECWTQYFIIKIKDGQSRRVTCMEHNCGAICDEDKVRDLVGLQDPESVQRYERFL
LESYIEDNAKVKWCPSTPHCGNAIRLEGEPFCEIECKCGQQFCFNCMAEPHSPCSCNMWTLWDKKCKDESETVNWLTVHT
KPCPKCHKPVEKNGGCNLVSCICGQAFCWLCGAATGREHNWNSIEGHSCGRFQDEKEKEAARAQRDLKRYIHYHSRWKGH
LDSLKLEQKQEETVKEKITTLEASHCQVKDYSWLTIGLQRLFRARRALSYSFAFAYFMFGNDLFKDDISEEQNAINQNLF
EDQQQKLEETVERLSKLVKVVETPLEENTDDSYMQDIRLQVINFTTLTDGLCRRMYEVIENDLLGSLQLATHHIAPYKTG
GAERASEIAAEPERFHIDRTQDIKSESRSKTDCLSIANGEWRQMQADACGNLSTVNSPTPA                   
>Crei_XP_001700191                                                              
MPAFHACLPCPVTLSPHKSCSALLLRPDADGDGDGPVECPACHRAFCLRCNIPGWHTGHSCAQFQALPPHLRSAQDAAVL
ALAAQQRWRRCPACGHLVARAAGCNHMTCRCGARWCYACGRREAPGAAPCGC                            
>Crei_XP_001697759                                                              
MENHAYDKGNDNGEGGGPHDGPATCYACWRVFCPSCLSPGWHHGFSCAAYAALPAALRSLEDAALLRLGAARGWRRCPAC
RQMVERAGGCNHMRCRCGASFCYAC                                                       
>Crei_XP_001697208                                                              
MRDAADSEEFEDMSEDYEEASDASYEYEEGSDDDACHMDAAHGDAGPSSSAGPGWSVLNQDAIVKLQAEAVADVVAILGV
KSSVAKTVLMYFRWDKEALMSKVAERDPESVLKQAGVAITDAGSAGPNGQQGGPIMCRVCFTDTEQAETTSMDCGHAFCN
DCWRQHFKTQIGEGQARTIRCMAPKCGVVCDEEKVCSLLKSDPAASSSTAAGSGSAGPSGSAGASGSAGTSGSGREPNEA
LDKYKHSMALSYVEDNARVNFCPSVPWCGHAVQVDGDPFVEPECSCGKVFCFKCLKDPHTPCTCKMWDEWDEKIHGDSET
RNWFMANTKPCPKCSKPVEKNGGCNLVMCKCGQAFCWLCGAATGTQHTWQKIEGHSCGRWKDELDRKIDNAARSHKRYMH
YFERYKLHMDSYSKEGVKRSDLLKRIGEMVETGIEARDYTWLVRALDQLKVARGVLSNSYAFAYFFFGGEMYKDDFSDED
NKRNQDLFEEHQQRLEGEVERLSGLVEECSESLTIDSDARVRVINSTVSIESRILKFFDMIEVDLYGKLQSCSAQIAVYR
PKRNLVA                                                                         
>Crei_XP_001695671                                                              
MSCPACGRAFCVRCRIPGWHKGYSCAQFQALPAHLRSAEDAAMLALSAQHRWKQCPQCQLMVERSEGCNHMQCRCSCDFC



YAC                                                                             
>Crei_XP_001691902                                                              
MQVPYKVLPKEDLNKQREKALREVMDVLGIDEDTAMRVLRKYKWDSSRVQEEWFSKYDQVRESLGLVDEPGPSGRAACEE
RCFICFDSFPVRDMRSAACRHYFCKDCWRGYITQALSSGPACLDLRCPSTECKQKACVSTLGWLASGEEQSKYSTYMVRS
FVEDNSSMCWCTGKNCENAIQCLVDRGPDEAMDVICSCSATFCFNCKEEAHRPVSCKTVKTWLTKNSAESENMNWILANT
KPCPKCSRPIEKNQGCMHMTCSQCRFEFCWLCQGDWKEHGERTGGFYACNRFETAKKKGEYDDESRRRENAKASLERYMH
YFERFDAHSKAREKARLDASKVSKDWLEQLADITKTPTSQLKFINEAWNQIVECRRMLKWTYAYGYYAFEDADRNSEVAR
HKGFFEFLQGDAERSLERLHEAAEKDLGAHVTKARNQADGGFDADAFQTFRKNLIGLTDVTAGFFDKLVKQLEKGFSSME
ADYAGQVKQ                                                                       
>Crei_XP_001689493                                                              
CPICLDQQLGSRCVRLPECRHAFCVACVATHLRTQLGAGAVDNMRCPDPACRRQLPHGALQQLLSAAEYDRWEALTLQRT
LDKMEDLVYCPRCRCEGPCLEDRDHCTLCPSCFYSFCSLCEEAWHPGRCERQRGMRHPHRGLAGEPSSSTKQCPCCSMAV
EKTEGCNKMTCAYCGVYWCWRC                                                          
>Vcar_XP_002958620                                                              
LRCTADGCGHRFCGLCLSRHVQLAARRRAFPVRCPQPGCRGTEKNQTCSVFGPVPWHDSWWCVAVRFCVLSYSQLEVESS
LPQPLRFYCPNPECSLLMVLDVSGEHLENSPVRCPGCRAQLCGRCRVLWHIGVSCEQYRAMQVRLGAGSSGGGGGGGDEA
ALAGVSGERVWKPCPQCRQLVEMAQGCNHITCKCGAEWCYKCGA                                    
>Vcar_XP_002957820                                                              
MASPTASAPVEDALVAVRLQMEELQEQHDALMAEIIHIANCNGIRDVYDAQDIARLLPQLNLDEAIKGDFLQLQAQLAEL
HSTVLHLLKVEAGHSESVNQTARVCEASSYCGSESTAIRCLACLDTFPQHAMICAGHHIDNVNSATATAAASGGCGHFFC
HGCLTEYVRSAVRARKFPIRCPMATSSSYNHGNSNSNSGERTSVDAGASASTSASQGCNQVLTREAVMAVLPGYAVHWQT
YQQLEAEASLDQGAMVYCPHKACSSPLEVVGLRGAGVLPADAPVSCPACKRVFCPRCRITGWHQGYTCAQFQALPAHLRS
AEDVAVLQLSARNQWRPCPSCKRMVERTQGCNRMTCICGGKFCYECGCSHMNGRDCRCE                     
>Vcar_XP_002956660                                                              
MGGSGNGYPRDDDIGGWVAAPTKRGGRGGGRGAGRGGGGGSGGGGRRGRGSGPVVEGFSGGDSGHGSERVEAEYGRGPAG
RGARSGGGKVGVYGNRLTSHPPDSFPRTSNAEAAPGSEGCSGGTRGPSHPGGSGGGGPAQQADRRTSNAAVRSPSVPAPA
PAPAPAANIMVPPTSEPCLEDKDHCTLCPGCFFSFCALCEEPWHPGSACLDAEARLALLEERRAAGGGAGGGGGGISAME
RARREMNRRNELKSLAVLASTTKQCPSCSMGVEKSEGCNKMTCSYCGAYFCRRCNQIIRGYDHFQQPLDGGEGACVLFEQ
QEIDRWNARWGAGPRVAQVEQRGAMVGWLQQNVGQVAVAIAFPFSLYCTLPHLHLLLLPSLHSLPSLHSLPSLHSLPSLH
STPPRRNGRPAQRQGGRQQRHPLLVL                                                      
>Vcar_XP_002954818                                                              
SKLLYCPHKSCSSPLQVELSELPSNQPSTCPACGKGFCPRCRIPGWHKGYTCTEFQALPAHLRSAEDAAVLQLSEKQQWK
QCPQCKQMVERSVGCNHMLCRCGCNFCYGCG                                                 
>Vcar_XP_002949551                                                              
MRFIILQSTCAWQVPYKVLPKEELQKQRKRALHEVMSVLEVPEDVAMRVLRKYKWDVSRVQEEWFSKYEQVRQSLGLVDE
EPTPSGREERCLICFDSYPLHEMRSAACKHYFCKECWRGYISNALSSGPACLDLRCPSTECKGKACVPSCLIMELASPDD
KAKYASYMIRSYVEDNNAMSWCTGKNCENAIECLVDRAPGEPLDVLCTCSATFCFNCKEEAHRPVSCETVTKWLTKNSAE
SENMNWILANTKPCPKCSRPIEKNQGCMHMTCSQCRFEFCWLCQGDWKEHGERTGGFYACNRFETAKKRGDYDDESRRRE
NAKASLERYMHYFERFDAHSKAREKARTDASKVSKEWLDHLADITKTPTSQLKFINEAWNQIVECRRQLKWTYAYGYYAF
ENADKDAENARHKTFFEFLQGDAERSLERLHEAAEKDLGTHVQKARNQLDGGFDVELFQNFRKNLIGLTDVTAGFFDKLV
KQLEKGFGSMEADYAGQVGLGMLFC                                                       
>Vcar_XP_002947038                                                              
MAAGGGGGAGGGRQGCRLKFSREAVLATLEGQTKEVQLWEQLEVGYALRNLPRIFCPHAACSCPLLLPATGEQPLPSNQP
STCPACGKGFCPRCRIPGWHKGYSCAQYQALPPEERNPDTAAVLRLSAARSWQRCPQCRSLVERAGGCNYIRCRCGRQFC
YQCGLPYLSSKPSPTNLHGTQACRCPLWHG                                                  
>Vcar_XP_002945723                                                              
MDCGHTFCNDCWRQHFKVQIGEGQARTIRCMSHRCGVVCDEEKVCALLKSDCGTRSSSAGGAGGVCGGSSSGGGDGTNVS
SDGGVKEAAGALEKYTRSLALSYVEDNARVQFCPRVPWCGHAIQVDGDPFVEPECACGKVFCFKWDEWDEKIHGDSETRN
WFMANTKPCPKCQKPVEKNGGCNLVMCKCGQAFCWLCGAATGTAHTWQKIEGHSCGRWKDEMDRKIDAAARNHQRYMHYF
ERYKLHMDSYNKEGAKRTDLLKRIGEMVETGIEARDYTWLVRAMDQLKVARGVLSNSYAFAYFFFGGEMYKDNFSEQENQ
RNQTLFEDYQQRLESEVERLSGLVEDCSGSLTIDADARVQVINSTVSIESRIIKFFEMIETDLYGQLQSCSAQIAVYRSK
RNLVA                                                                           
>Cvar_EFN60118                                                                  
RLFCPNKKCSQLLIADDKRANTAMECPYCTEQLCANCGVAWHQGMTCQQYQVGRDAAGQRDDQAVLDLAEQEGLRRCPGC
GQMVERTQGCSHMHCRCGAVFCYSCGKSKKRGSGHYC                                           
>Cvar_EFN60024                                                                  
MTPPPGGDNDWFEDYDTDMSDASGHPSDQDSPYQSDSDGSGSGRSSSDDDAGDDGFQERTASEGGADQYKRMYTVIDRQN
LRRMQDEALSQVQSILGCSTTTARALLIYFSWDAEARSVGREEVYKRAGLVSQAEEAPQSGAAAAAADEVSCGVCMCDVP
RQDTTTMDCGHTFCNDCWQEHMRISISEGMSRRLKCMAGSCGVVCNEVKVKQLLKGNKPLLAKYEETLLESYVDDNKRVD
CTCGHKFCFACCEVQHSPATCEMYRDWEQRLRDGSETNSWLHANTKPCPKCSKPVEKNGGCNLVLCRCGQAFCWLCGQAT
GRAHTWTNIEGHSCGAYKEEAEARANEAQRNLKRYLHYLTRYEANLHAIKLEPQLRKGCEARVDRLMEADPASMTNFSWL
SDALTQLFLARNYIFAFYMFGQSMFREDFTPQANAINQALFEDKQGQLEAEVERLSQLIENLEFQWPLSLISDSSWQGLP



EQRMGIINLAAIIDMRIRKMYEVTGEGAGDVIDLTAAHSDDGRTGRAKGKAPAAAAGRAKRKAGS               
>Cvar_EFN60020                                                                  
GTCLHRFCRDCLRRHAQTVIRSRAHPVPCPQVACGAAISSPECELLLAASAVDVAMYKQAEASIPDHHRFYCPSPHCSTP
LHLESDPAPDSPISCPACSTKTCAWCRTVWHKGFSCQEYRELPCHLRQPEDLALLSVAQRRRWQQCGKCKHMIELGEGCR
HITCKCGYEFCYSCGKP                                                               
>Cvar_EFN58957                                                                  
MSDDYGDSDWEGQPMSEEGGADYSSGGEDYAYSEDEAEAASPLAKGAKKAFVVLDKEELRGRLGVAVEQVVDLLCISDAE
ATRALRFYKWDLSKLQEEWFTDPDGVRGKVGLLDEQPSTSRKEETCKICFETFPDCWRGYIHTSISSGPSCLDLRCPDPE
CKAAVPRRVINAVVDQSHRARYEEFAVNSFVDDQRQIVWCPAPDCQNAVLSLSDQLGVAQDIFCRCGNAFCFNCKEEAHR
PVDCETVRKWMIKNSAESENLNWILANTKPCPKCTRPIEKNQGCMHMTCSQCRHEFCWLCHGPWAEHGERTGGFYNCNRF
KKAVEKGEIDEQEQKRQHARQSLERYMHYWQRWAENDSSRKKALQQVDRFKNEQQEVLSERTATPTSQLKFIVVHCRRIL
KWTYATAFYTFEEPAGASKEAKERMAQHQEFFEFNQGQAEHYLEKLHHKVEKDLAKFLRHSKTAAEEEAGGSGAAAGDGA
GSSAAGAGSSKEHATWNAFREQLIGLTDVTRSHFEKLVNEFEKGLDEALKVYDVAIDEAGTSVAAAEAAAAQAAAAEAAA
AKGKAPAASSRRITRSSKRRQGGVADVEQMVLEEEAGFWQCRHCTYANEDMGGPKCDMCGQPRGDAGCR           
>Cvar_EFN55323                                                                  
MYLTSSDRQHLRSACLRGEAAAALKLLKARAHSWGGCIGKDGGNTVLHWLCSGEALGLGGCLLLALAPHRSGPWPSRHQK
RRAQLLACLLLHQPRLALLAGCRNAAGQTPLHAAVHSDSLQVLALLLAALRQVLGLGSEQQQAEEAGAAPQAPAAALQLL
LSVQDGAGLTPLELALQRRQWAAARLLAAAAGGGLPLSLPQMEACSLVQRSLGGGGGGGFSHGGGGGGSAAGLPSGIHVS
ASGSTVTEALGGLLSKLWDAFGSTSAAAAENRGEAAQLERHQQQQRQQQQQQQQEGAAGDGAASGSEGRESGGRRSSPPL
QLPLQLRLRPLSQDEVLELASEAEQRAPPAAASPAAAAAEGVGGAAVRGPAAAPGAEGIDCTLLRCIVCFEDFPPGWLSV
RLPCGHATCDACWKGVLLASIDEGDPRRAECPEPSCSTRLPSAAAARLLPPDSLARFRLLLAQRYLATHTHTMRCCPSPE
CGQALHLPTRRLPPSASAADTGGAQMAAPAPACKTPAAAEGSAAAGAAAAEEEAAAAAAVVGAAGEAGLDAECGACGRRF
CWRCGEVAHEPASCAQMRRWEGELAALRRAAPSADRDWLSSNTKRCPKCKAHIQKSGGCNHLTCRQCGHHFCWACGRDWA
HHSTETGGFYHCSLAAAGGGTDGLPEYSGNAGSAGGGLAGPLAWVAGAWASLRLAAQQHQLQRHLRQFLRHAGGGGALRG
AAAHMQLLLGGAGMLGQAGAGAKAAQAAPAGPQLLGVSPSDAGRMSGVEWGDLVAAAAASAADAVPPASLALPAAKAGAE
AALAAAVAGPARVTAAASSTTNSTNSSTTATSSYTATTATSGGSGSEAAYLLQLAEAVAAARSLLQHSAVAMYQLPSGPP
RRHLQHLAASLQRRLEQLEPLLLALPEREGIPALDHRRDEQHGTEHGGTGGTGITGGGGGLTGWLLSRLYGVEPPAATAP
PPGAPERHPALAALPGDVLLQQLHFAAAVHQQRAAVRAGVAALHRDMRQMVAAARAGLYA                    
>Cvar_EFN52541                                                                  
MAAAAAALSEEALLNWQQQVDEVQALEAIYGDSFQVLEVRGVLESGSSSSNGHCGHGTGGGGEEEEEGAGTSGRGSRTSG
GGEGPPLDAASLAELDGPCSPAWALHCSLMVGVEPHAGRLRLLLPDQLPQQQDVQQGPSSGSDGGNGSPGAGPDAAAAEV
PASGTGKTTAGAGCTVQYLPPICMQLRLGGGYPGQEPPGVSLSALWLGAAQVARLQRQLLRLWHEQGPGGPVCYTWADWL
QSSALQHLGGEQALLLADDAPSSDGSTNGGGVAAGEPRAGSSGRPDSPGAEGGDEVEQEVAEERLVKLLRYDAVQEHAAF
QRARHTCGVCLEEAPGTAFVRLEGCRHAWCALCLAEQARIHVAEGGLEKLRCPDPGCGAALAPGVLRRVLSPDDFGRWEQ
LTLQRTLDTMPDAAYCPRCSSLALEDADSCAQCPTCLFVFCSLCNEGWHPGTTCVSAETKLAMVRRKLAGGGRAAVDDLR
RQEQELLSLAQIEAGWAALCKMSKRCPQCGMATQKAEGCNKMACGGCGAYWCWRCGKEIDGYRHFRSGQCILFDEAEILR
WEAQWEEMQAAARVMAAGLRNEMCGQVNHKIGNNNHLACWSCTSHFCYCCRAVLRGRGAGGSHFGPRGCKQHSSE     
>Otau_XP_003082057                                                              
MTVEALGDDAYYASWFDDSDDAENDDDYVTNADDADDADDGFPDLGLREGLPSETCSASRNSVYVVYEPGDDIKGRRELI
NRACGVLGTSERDSEALLHFHAWNLEDAVTSWFENERKAREACGLSDPDAQTSEGGMATTTCNICFDDFEPSELVTAGCS
HAFCTGCWAGYIASKIGEGLSVVDTRCPMTKCPIKVGEAMMRRFLNEDDAKKFDVYLGRSFVESNVKIQPCTGIDCERSI
VFENLPTNPVAVNCTCGKVFCFSCGGDTHHPIPCKVASEWTKKITLDGANSEWMLVNTKPCPKCQRPILKNGGCMHMQCS
QCHTSFCWLCSSPWDAGPYACSKRCNQYKRTESNSNENRKKRARESLERYVFYYERYRAHENSGKKALEDVDKFKSSALG
FLIELQRTSETQVGFVMKALKQVSSSRQILKWTYAYAYFELADDVRKKNFFEHVQGEMERALELISRMIELDIKAFLPPD
PDTEDDEKVALEKAMAYRYPPEEQDKLEKAFEQYKTLLIDRTAVLRKSCDTLCIELENGLLGMSTPIKGSQQDA      
>Otau_XP_003075016                                                              
MLLVSIFGERARGKDVEAAREAMDVGETYVGAARSLRCEIEVELERREDGFRVRATDQTSEEMLVGATPSVFLEFIFPRD
GYPSRAPPFFVLRADWLSNSHLSALTAHLDQMWNTNVARGGGPIVYEWTEWLRTDALEEMLLDSCGILKLSARALCWAGE
DFELDPRGIVMARDAREAELSILRADAVARRRDFLACGDNTCGVYVSDDVSGHDLRRVSGACGHFFCIECVTRMAHVHVR
EGTVLKLVCPDQECSCSIKPHVLKEVLGDQEFERYETLLLSKTLDAMNDVVYCPRCEYPVIEDEEMRLVRCVKCLYAFCT
LCRASFHPGSECLNIEQKLAVLEGRKRGNSQMSIEALRKYREEIADASAEAYVARVGKSCPECRHAVVKNAGCNKITCVC
GCFFCWTCGKNLIGDGYSHYRNVNSEPGKSACQLFNLDTITAWENEMAELNPQHANAMFDRNNHVRCWACNSSFCAACKK
IVTKTSYHYGPGKCKQHG                                                              
>Mpus_Micpu172430                                                               
MRHDATERARRFARAVVRCDVCFDDVAGSDTARVAPGACAHFFCASCVATIARTHVVEGSIASLVCPACGASIPPHVLRR
FLSDELYERYETIALERSLAAMPDASRCPRCERVVIEDGDDHCGRCLGCEYTFCGLCRESWHPGESCLTPERKLEVLRSR
GGSGAMAALGEDARRKHREQLADAMALRYVEKEGQRCPNCGFGVVKSEGCNKMTCGNCETRFCYKCGDAVDGYEHFRDGG
KCALFDLDAVAAWEREMNAARLNAEGRQRDAYVAGDVIAASNCPSCRQMCYKLANNNHIRCWSCGQRYCHLCRKTVRRGA
ETAAHFGPGVGKCRQHSAD*                                                            
>Mpus_Micpu210717                                                               
MDDEEDYYMSADDGELSQGSAADYEDDDDAFADDTACLNAAEHVVVPRAAYQCFGAVEVRAKQSEAIARVVAVLQVNTDE
ATQLLRTFKWNVNTVNEEWFADEERVRTSAGLLPRDADASEPEPERVVRCGVCFEDFSADASTNPGCRHDFCGECWRGYL



ENAVDNGPSCLDARCPHEGCGARVTEALARRFLSDAAAEKLSTFQWRSWVDDNPRVKWCVGPGCERSVQIDVVRGERPVD
VTCHCGTSFCWQCQEQAHRPVDCETVRKWLIKNSAESENMNWILANTKPCPECKRPIEKSMGCMHMTCSQCQYQFCWMCQ
GKWADHGERTGGFYACNTYEKEKKYTKNFSEDEKRRALAKSSLERYMHYYERWLAHGSSQVKAVNDLKEMTESKIARLGD
LQNTPASQLKFVMDALEQIAECRRVLKWTYGYGFYNMEDDGMKKKFFEYIQADAEVGLERLTKAVETDLEEFFHEEKTAE
EFDTFRGVLTGLTSVTAKYFKTLVTELEEGLPGVESEAVDAAGGGKKPGVLTRLAAAGGGAGNTCTDVNAMAKSTNHTAH
NQSYKNHRNGIKKPKKHAKRSLKGMDPKFLRNQRYCKKHLPKA*                                    
>Mpus_Micpu130510                                                               
CKTCEKDYCKACATPWHHGMSCKEYQKLPAHLKTNDDVALLNHAYREVLRPCPRCRHLVEKNPDGCNHIVCRCACHFCYA
CG                                                                              
>Mpus_Micpu60400                                                                
MARVLARWLPWVRPPPRDGDDDDASGEAASSPRVPRDATTAAPRDDAAPPPPPPPPPPLPPALATACVVCDAACDVASHA
LPCGHCLCDRCQIGCAKAYVEGGRAAGRSLRCPALVASPTARPGLGPGPVVEETDAPSARCPRELASDDLLALTPVLRAR
VDRARRERAAGERRCRRCPTCRTPVKRDGGCAQMYCRRCNTSWCWQCGRECGGEGRHYGLLSFWACPAMHFPTRRVNPAV
VFVARCVAAVNLIVAAVVVLVLAALAPFTAPFLATGAFVRTLAHKLRAEEVEDEGINGAPLDAEAKAAEIVSAHVEWSYA
VIAGCGVDDDDAIFPDAIEKLKHDLVEAVVVCVYPITHDFKFIADRWKCAHRAWRGIVVTCPLYWLGCFFWQLITFAIAY
AQALWTQSIALSEIELEPCPDPVFHAAALQSAFASRVFIGGVVSAAIAPAFFAYWLLVLLFAATGKIFSPRCRRGARFRE
AP*                                                                             
>Cpar_5199Contig27572                                                           
MPARLLRPRCCKREISAKLAASVLAKEEHALFVRRYQAHVLEANAKEKCPVATCSAFVNLDSYLFAPPNTPMSCPCRALL
CYTCRTLFHAGLTCAEFQAAAQPDPDEVQAQSLTLNHVRCARCAMFIELEGEAEACRRIRCPAGPGAERPAPLPEEPDRE
PGPPP*                                                                          
>Cpar_14205Contig8036                                                           
MAEDLGPLPAHVKACSSCKAPIERISNCDHIVSSPHSEFTRLPARVAIATLPPQTCRCKHQFCWQCLTSHLPRSGATRHT
ARLSCPHP*                                                                       
>Cpar_21895Contig37095                                                          
MYGAAFRAFIERRAQEWAPCLSPDCPQVCRAPSESGSGSGRFDCDSYCVQCKMPWHGGRTCAEFQRDGLVDPEFGADTVY
EHLRAAHGGIATEADLLAVD*                                                           
>Cpar_26995Contig53746                                                          
MDCLGTAGTCEHYTCRNCLRGYIDSRFKDPTLYPIRCPGGSRCPTLFEGELGENLAMLVGLRDKDLQIFMRNLTLTHIPP
ENVECFGCRKRYCAVCRAPWHQEITCEQYQALPEDERSPEDRAMTELARQKGWPRCPRCTAYVQLARGCRHMRCREFCYY
ADCRRTFLPEHSEECRASRGVQSAACQHHSHHFTPTHPMFVEAELMQ*                                
>Cpar_31095Contig8813                                                           
MAKSEEFQEMSDDDGQALDSDDDAGFAFVEEPTLSRPKEKALTEDIIRTQQNEIEKVAEVLSVTKSVAGALLRHFRWDQE
VLSKCFEDGAEKVVADLGLTVEEGEDVVAGPSGVVDGDPICGVCFDSEVSIRNPWKQFLTIKIDEGEKAITCAAFCKARV
PDSTIEKAVEPSTYQKYKFLARSFVDDNPNAKWCPAANCGRAINNPPNKSAVKCDCGHTFCFHCMNESHAPARCHDVKLW
YQKCKDDSETYNWLSANTQDCPQCKSAIEKNGCNHMTCKKCKFEFCWVCQGEWKQHTDYYSNRYDKSKPDDKATSKERSK
AALERYLHYYHYLNHENSLKMEAQLREKGEEKMRQIQENCATQTWIDCRHVLKYTYVFAYYLNDPQEKSLPRAAPLRFLR
PPLTSRRQDELEKTTESLSGKLEEETDKFVKADILNLTRLAAVRLKHLLDGVETGLTKDAPASAFA*             
>Esil_CBN78166                                                                  
MEDDQGSDNEYDYEYEDDDIDDDDMAAGGGDSGGGSSASGGGGGAAGGSGKGARGGGGSSAAEAEVDLALRDDTAVAFID
QAQLKVLMSKVVSDISETVNISAEAATALLRHFSWNRERLFDQYYTSPESVMEKVGIAAGGHKTGSLKDGEKLECRICCE
EFTAKEAYALACKHFFCRGCWAAYLGAKVQEGPTSVYTTCPEHKCPQIASESTFSEFLSAEDLKRYQAFSLTSFVDINKM
LRFCPGKDCGMVVKAPLSYPRSVRCNCGSVFCFRCGEEAHDPASCEELAMWKEKCQNESETANWILANTKQCPKCKTRIE
KNQGCNHMSCRQCKAEFCWICMGDWSEHGSSSGGYYKCNKYEAKEGDGDNDVAKAKAELDRYLHYYKRYQAHDSSQQIAE
KQQDATERRMVELQESSAGSAWIDVQFLKTAMEQLIECRRVLKYTYVMSYYIEEKTPAKELFEHHQENLEKYTERLHELS
ESPLEKIERTNVINYTRCTDRFCKSLLQSVQDGLQGSV                                          
>Esil_CBN76543                                                                  
MSLPSYADWLYLDEDLLDITDEEIEEARDRLSATSKSGTHSNEAVPSPGFGGGVGTGRGDPQVLRAWMQGVYARANEEMI
DEMLENFRTNERELIDEILNNYGHLGISPPTGWSHPQMDFDDGSPVTAAEPGTKGAPSSIGSTNGFREGAKPAAPSVRAS
SFPHLSSGALTSMSTSGAGFGGRHNRGLPRTGSIGSACPAGNFTNMSSAKCVFFSEMCENIVSNPKTGSWCASGHALCAE
CTTQYVEKTLLPWGIVWWDRIKCVDPECDAHMVGLSVQGCLGSDLRSHIDAAQLEVVPNIGPEARRERERAARTAEDRES
AATVATTTKPCPNCGVATEKNGGCKHITCTCSHEYCWDCRMAWKSGHRCACAPP                          
>Esil_CBN76542                                                                  
MKYGIEGETPQLTPRSEVSSTKEEETGTAPHNAEAFVQDARAAIATVEQAAMATMAPAAIRMAEAAARMEVAVTRVEEVA
ARAEATEVGGLSPTSSQASSQCGTLSHRVVPSPAFGGGVGDGRGGPEGLREWMREAYAKGNPENVARVDFLLDEFRTNED
VLIGNILKKYGHLGIGLPARWSRAQMGFGKRPKPRTPVLGFSSAELTGFVPKRAVSTAASMAETEREAQALCRDQAGAGT
GATTASRPAEIVPGGWSFARPMSQPATNKPAAAAAFTFGVNPHVNGIGRLQRRLSAPSLKGQDHSLFKAQVGAGAGGTAS
SPQANDVAGGMFSVGMTADQPASTKTRRRIGGLRRRTSAPFLIPGTKTTEGEAQALSRARAGGRAGATPASPPAKPGNGG
FLFAPPAQNTPATAAAFTFGENRQVSGVGRLQRRLSAPSLKGQSRALPGAQAGPSDEPGKTASSPPPINIAAIFSVGLPA
DKSANDKPRRRIGALRRRTSAPSLIPGTRTIEGEAQPLPKAQAGAGAGAGAGAGAGASGFSFGSAKGEPPERSLFGSHAA
SSVAKAGNTQGLFTGPSSSTAGRARRTVIGLTSKQPVEDNPQAKHAGGFSFMAPSVAGGTIGFSSGRENTPQVFRASSAF
GPSFEKASSPPTPAGAAAARGFGSRINSVLRRTSSVVSVWPAGKTDGAPTSETSSSGTECVLFHELCENMVTDSRSGSRC



TSGHALCADCTTQYVEKTLLPRGTVWWDRIRCVDPDCDAHMVGLSVQRCLGSDLRSRIDAAQLDVVPMIGPEARHERERA
ARTPEDRASATTVATTTKPCPNCEVATEKNKGCKHMVCSMCNHEYCWICRSEWTPGHLRDTCVPCPKTWPKVT       
>Esil_CBJ30343                                                                  
MANSWINRTPSGLPLCPTCNKELGFCPHSPTLREGARAGDKEETGAAHSAHTGSGEAVPDTGAVPLALRINEAGQSHESA
SPEERPKHGTKRRPSTALQGKGKQRRVLVQSKGTPALSAPDEEDGVRIRRNPPRSTRTREEECKTRPKKRASLASSGDGG
GGSGATNDAAVDEKTRLLRFPGFEANGTGQQCISCYEVAPIMVNFACEGRREQEAEKARAAAERQQGSSRESTGAGAEAV
NTAVASRLGMDVPHVMCVDCFCVYVESRVSERMLVTSRDFDGYTVGCPMGCADSFIDPSCFEEVMGAEFMVKYRRFAAIH
LASHLRVVWCPGCHCGVVPSAAAAAAAGARRSSVNPLPNLQQEQMGAARSGVSSLWGVWGGGRGAARSGAERQEEEGGDG
TAARPRGSFCIGCPGCQASLCMLCRELHAPGVSCADAAAGAAVAEEKNDEEGGSCGGGGGGEGSGAARRASTGSQKDEEE
LDDSPTKRCPGCHVPIFKDGGCNHMKCSRCHFEFCWLHLTEWVEGGECQRGHWSSNPALNRAYNAQRMARERQRCTIS  
>Esil_CBJ25995                                                                  
MGREICLDDRPAEAGFVLSACGHVFCRECLKAYVTSKINDAEFIPRALTSTKGFAPWKEERKSGVPWGWGGRGPAVGVDA
RGGGDLERAGGGGGEGGRRRQQNGQPREEKREGCGAVIRPSDIKVLIKTDATTQRKYARFLFSREHKTARECPRCANLSV
GDPSVSLEMRCGECGYVFCYEHGGAHQGKTCAEYVEATADETNRTMALIGRITKPCPGCQTPVEKLGGCNQMVCMHCNCS
FCWICMEPVDRGTFPVHFQWWNVRGCPNQQLQEDSHQSPRGRQCHKLLSAVQIVVVGPLALLLTAASSLACVCCLPAFRL
PPRQLFTGCISGWGNFVMVLPLLPVVLVGAVLAAVLYLVMLPARLFKVVSRKCSSRTTSLDLTAPRTSSNSHDARSGSSK
SSGGGGGAGRGGTGREGEAGGGGGDPSAIESGTIGAAAEAEAETTSSSSGEIGAAAGVSALAILTEVLGPQLLRGWQGDQ
RDEEERGNGGHDEGWRRGRRRQEEEEERMQTNDGDEESHQGRRYRRAPHPSVLSPHSWMPPPPFHQYSSGGGGGGKGDEV
LAAPSSSSSSSSSPQEILEAGRRRPGAFSIPEVEVVSSLSSSALGGSSTTAAVTSTAAPDGEGRTDEEGGVIFRDGDASR
WSAGEVTVGEASAVAPPVDEEPLPEAAAEAGRDDGSVGVDGAVLGSRVVAVGDEGAPPVGATVGAYVLES          
>Esil_CBJ28394                                                                  
MGFDREHVVRALRECGRGESWKEAAISLLLEPQVSSLAGWEEGLSGTGRQGAAAMQRFADAAPAASQSPCPVCFEDIQAG
EVFTVDCKEQHTFCVDCLHHHCRVQLLDSLIPACPLSTMKCGHELGQEEVERVFLLKSYSSASAGGKDGGDTTGVSEEDR
RALDTCRNLLTRRGLESTGAIPCVSPECGNWMVPEGGGQRVKCASCLVEFCRRCKRSPYHYAAECDEVVRLSREWSHWLS
EGKAAFLGAMAAQDDQHRALLDRHNRKKEEHDRAVKEAQRVRLEYERMEEWKEQRCRCCPHCGRTIEKLSGCDMMASTLM
AGTFRMAAARDSRGVEHGLTEAIGESARQRRSPNKSRRRRLARGTSSPTGSPSGATAATGTSSAPSSAACTAHRSRAAWS
VRTSPATTHATCITSFVW                                                              
>Ngad_01937                                                                     
MSGMESSDGEEYTYQDESGEEDVGGVESQEEEEEYSYSDGEGGGAPVPLPPPSSSMADGCKVIDADELRATMSALIDDIS
SVLAIHPCAAAALLRHYNWNKESVIDSFCTDPDQAKEKAGIMRFVPDLQTSDKGRLCGICREDVPAEALVALGCGHFFCR
GCFTQYLVSKVEEGMGCPLTRCPEYRCPEMVTENFFRVLVPPATLAAYLRYSLKSFVDICSAFRWCPGRGCDFVAMGNSS
LRACLCKCGMLFCFRCGEEAHVPASCEDMVTWVEKCKNESETANWILANTRKCPKCATRIEKNQGCNHMTCRQCKFEFCW
ICMGPWTEHGANTGGYYKCNKYDPSTPTKDEQDGAKAKAELDRYLHYYQRYDNHHKAQEYATKQEEEIERRMMRLQETDG
SRWIDVQFLKVANEKLVECRRVLKYTYVFGYYLPEGTARKRLFEHHQENLEKFTEHLSWLSEQSLEEFKKEEKRSEVVNY
TRVTETFLKNLLKSVEDGLMDEDGE                                                       
>Ngad_03245_01                                                                  
TKGGLKGCLVGRATEGDGKESGCEGPRAQAQDCQAWIMESSEGLRLENNEAHSKSNSRQSSVSLRTFSFRDPPALMPCGS
VSSSSHIMTNSSAALPYCGDLDAARKARDSPAVRLLTQYRDQQRSADSSPLSLSRNSSAGNPMDGQAPPPAASSFSSLTR
RLLELGFKATMRGKRNQKSSDASDAERHNEALAGPLQAAAEQSHSVSRHQPQFDLNTEKGAARAVSGAGETGSPVVRLNQ
SHHSSSGRGMLCQTLYEAAGGVTGEGKQESDNWPPSYYLRGGETSKRLPTTFIDKSNTGQTIVPAAAAAIGACAVYKDSP
QHMVEEEMLEDLVLMTCVPTSLAYRLDCKCAHAFSTETLYGCIKAALIDDLIPACPLANHPDAPQRCNYLLTQKEVEHVL
NRHAPPSQLPAQDRKLLCFRRGRLVDGGLGWVSERVTEAFLRKGKIAAGCIECPNGRCSYWVEPTRPLEKQRVDCPKCLM
AFCSLCKRPYHFRCSCDEVMTITKQWLEWQQHGRAPYLTKMAREDSSYQAALDVFKSRRAAHVQEVRTAEQNWGLLVADE
NYKASRCKRCPHCNRVIERVDGCDTMVCGQNAHGGNIQNGCGQAFDWNDALLYVADIGEKRSIVPFQEVPPAEIARVEHQ
IMDGTPVKCDVCSAKIMGPLAMCINCPSFSCCIRCQNKHTRGHVLRLYMDGTGGNGHA                      
>Ngad_04583                                                                     
MTVLVPPHLHSHKHKHPREDSQTTSSGASGGGEGGGSGDGMGPSIGSTGSLSTLGKIGRHVSQSFQMSLDIVKTHLGEEL
VFCQVCREYERVSKTYRLGACGHRYCRGCFTSYLECKISEGQIHPTCFYSEENGRTGREGRRYRTIPRPCATPVLESDMY
TLVCPETWLKYERFKFQKAHRNARMCPFCDSAELGDAEQPAMTCSKCGKQFCYFHASAHPNKSCTEYEQLTHEETLRNQA
MISTIAKPCPGCGNPVEKSGGCNQMACVWCGQNWCWLCGKLVDNGTFPDHFQWWNVIGGCPNMQMQEDLEPPPPSHIRLV
KFLSILQLIFIGPAAFVIGTGLYIACFPCFLFKCVGVIGQGDDERENEEGGRQLRAHYTGCISFWGNT            
>Ngad_05080                                                                     
EKLRRAAEESLSRKVVEKDAKSCPACGMSVQKTEGCNKMRCQCGVLWC                                
>Aano_F0YEE7                                                                    
MTSEKAALVDDVEAGGRGGGDATFGMTVITLMKICVGTGVLAVPHAFSGAGVVPGFGMLFALLCWNDWSANRLLACRDLL
SDDERRRFEAPGGESPLGALARVVAGPRVATSVEVCLCVLMFGVATAYFVALHDFLAATPLGPALARAPRGVDTFAAACL
ALPLSLVDDIGALAYAGAAGLCAIFVSFACIVTYGVEERTAVGWAQADGFTWMTPTSVSALASGFGVLAFCFGVAPLALQ
LEASMAEPRRFASAQRYALGVAFLAYAATGAGVARLYDGLPCAPDGVAGNVLDDLPRGAPWTTAPSAVRVAMSVVCVFSA
PIGVVSSGEILEAALPPLAPGRRPLFLRRLAVRGGVAFGAATVAAAVPVFALIVALVGCLAVSFLSFVLPPYLHLKLALS
REPAAVALDAAATVLGVVVVVFTTSLTALTTAAEVARAAAPPPVVQSGHVSVLMASFEEDSDLQEESDDYSYESGEDDNA
SDSEAETSPPQQPYPVSLSEEEVASEARRRATAVQRALGCSAFAARVALRLGRWQHAAAVRDAAAPDAAAADDGNSCAVC
YGDGLALVANERCGHGFCGDCWRGFLAVAPGLDAGCPSAGCGRLPSDAVVARVFGADSPEAARRAALWANSLVDDGADAR



WCPRGCGRAVLFDASGDAARCAEARCDCDDSNRFCGRCGLDAHAPATCEDAVTWVRKREEDATVAADAAVAAKVKRCPNP
ACGCAVEKNGGCNYMRCASCREFWCWHCGAWGGGPSRRDPPHHLFFCNDPATSFATLEDDGRYAFYSERSAAHGASRAFA
TTQLEKSHKLAKKIAAGSADPDASFLPNAVALVVRCRATLEWSYCFAYYERDDDKRRLFAFAQKQLETFTEELSGLTEQK
AADVADARRRIVFLAAALTKYRANIADWGA                                                  
>Aano_F0XZ56                                                                    
MSRRIATCDSTTRRLDRPPPPPPQSTFRSIVAALVLASSSALVLEFDPTFVGNNTVHYGDPKNGCMADEESVQIQGVSGD
VCTPKCSLLKKCPTDVPTGVTVAPQCALQDAATKSKYCALICKPGADDDAQCGGATAMGKKKGQTERTRVSAHEDRLKLN
GVAWAAKLGIPTDEEFWAKWATLDDATVMVEPPVKDGSRCAYGCKRKVYFLESNARTHSQNCDGVCDRRAQKIIANFGFS
REHNTGTTDGVLKRARRGAAGGGKRGAGGSKTGIDDARSAPESRGFGARDKPTHCPKAAPREKLPYFRRCRREDAEAGFV
CEKPRRLESGYCSERCRRLAEGGGDGDAPAPPPRRGAPVGSGEWAADEAPPAAPVGSATWAAAPRPVAPRPPPPPAAPRM
RPEGAIRTVVDDRYGFIHADDEKIGRDLFFLWSALGGRNADRKAAVGERVAFDLGEWKGRIVAQNLTKVAPPPRRAAAAA
RPPGPTPRDLAAREQAELERVLALSMQGLAVHPELADSREDVELARALALSREQAAPPVSPVREDDDDDLAWALELSRAS
EPGSFDAGGADPWERVVDAQSGAPYWWNRDTDETTWDDPAAGRDGGGLSAALDGSAAAPFDTLEGMLRAVGLSDLAPALA
AEEVDLETLKFLCLDDLVSDLGIPEAQAAALLAARDARERGQAGLAVDDFEEKEEAVEEEKAEETCSICLDGGVDRALSC
GHAFHEMCLAGLVRSRVDEARVRDIRCPGTADAPACDVALRDDEVRALLDAEGRDKYARFLRLAEDPAAVECPSCGAAAA
GEGIVTCAVCFLDFCKVHGTAHPPDAAACRRFARRHRRAERRSRRAVESLSKPCPGCGAPVCKSSGCNVMWPHMTCSCGT
NFCWLCGDAIVLDGPEIEHFRVGACAGLQLAAAPRDGSLVARGVHEFAASRCASRVLGTFALLLLSPLALLWSLTFGMIA
ASAAFLPKRFSSNTRILYLSFIMIYLLLRVAGHIKTPVTLDIIVVVLAFATTPCLIANARVLGSSSSEVTTWACIPCLLF
HIVAELPEAWSPMVWIRSLERRERWFLEVTPRRDGRRRGGQWRPRRVPASPRRVPASPTADVALPDLLPVSPTTPAAVAA
RARDELAEAW                                                                      
>Aano_F0YSK6                                                                    
MASFEEDSDLQEESDDYSYESGEDDNASDSEAETSPPQQPYPVSLSEEEVASEARRRATAVQRALGCSAFAARVALRLGR
WQHAAAVRDAAAPDAPAADDGNSCAVCYGDGLALVANERCGHGFCGDCWRGFLAVAPGLDAGCPSAGCGRLPSDAVVARV
FGADSPEAARRAALWANSLVDDGADARWCPRGCGRAVLFDASGDAARCAEARCDCDDSNRFCGRCGLDAHAPATCEDAVT
WVRKREEDATVAADAA                                                                
>Aano_F0XZR1                                                                    
MLDVKAAEAAELLGVPVAQAEALLRHAGWNSERLMEGFWGDGERLSRAAGVEAWGSEAAPVGRGEITCRICFADCAPGET
LAAPCGHRFCGDCYGGYACNKVDEGPGCVGMACPEAGCACVVPPDVLDTCLDAPRRAKLARFRVENYVSFTKELRWCPGA
GCTKVARAGPCVGAVKCAPNGCGANFCFRCGEEAHAPCDCALVARWVEKCQNESETANWILANTKRCPKCQTRIEKNQGC
NHMNCSQCKYEFCWMCMGDWSDHGATTGGYYKCNKYDPAKADADDGDDQARAKRELDRYLHYYKRYHGHDQAMAFATKQL
EATERRMVELQESTQGSWIDVQFLKAANEMVIECRRVLKNTYVFGYYLPTDAAKQRELFENLQEHLEKFTETLSEMTELP
IDQMDRTEIVNVTRVTESFLANLIQGAEAGLDMSAA                                            
>Aano_F0YSF9                                                                    
PRGVCRRCDEPSAVRAPVKTLSCSICFDEVHADFLASLGACGHTLCASCSIGYVRNALGDVEANVTKEGIRCPLHVAGCA
SFVTQDVVETLVARDIRDDMRGDCLPLASEEYDRLARFLDEAHVAKAERFYCCHPTCGRLFAVPHRDVLAKSTRDLLNDE
VVHVADAADAADAGDVELAGVGEPARTPRSSSALLGSLSDSLRGRIEAEPPFATCPYCERASCVRCKVPAHRLVQCSDVA
TGGDGDALTAAFVSATSKACPRCGFRITHSHGHACHHIKPGSGCPNCGHHFCYACLAPGIVPPGPSSVDDIEGWRATGGA
P                                                                               
>Aano_F0Y440                                                                    
MSDDSDQEYVYSEDEDDYNDDEDAEMSDADAPAAPRARKSGSTGSKDDGAPSRLGDGAYALMEPADVERMLVAKAREVSE
TLDVPPESAEVLLRHVGWSAERLMEAFWSDGERLTGAAGVDTWAADGGDAAAAAVALPSAEGTVTCRICFDDVPASSGRS
APCGHFFCEDCYGGYLANAVDEGASCVMATCPERGCATRVPGALFAALVDAKRVDRRRSFRLENFVSFSKDLRWCPGKGC
GRVARAGAGVGSVKCAPNGCGCNFCMRCGEEAHSPASCGLIAQWTEKCQNESETANWILANTKRCPKCQTRIEKNQGCNH
MNCSQCKYEFCWMCMGDWADHGATTGGFYKCNKYDPLKAEADDGAMDDQARAKRELDRYLHYYKRFHGHDQSQAFATKQL
ESTEKRMVELQESTHGSWIDVQFLKTANEMVIDCRRVLKNTYVFGYYLPTPAKRQRELFENLQEHLERFTETLSEMTELP
LDQMDRSEIVNVTRVTESFLANLIQGAEAGLDVPDDDAAPAAAAAA                                  
>Aano_F0YCM7                                                                    
MADVPIDLTDNTDEIVNLTSPRKSLAQEEDERLSAAAAILLASVPPDTLKPGKARRLCRKQLGDPSLTPAAVAARARATV
DESPGAGDEPGLECGCCFCETPLPELVQCSEGHVFCRDCLAAYAREQVFGGGRARLACMCADGPPCRGRFVESQLRAALP
PEQMARLEETAAAEAARSAALDLLRCPACGVPHEKPSGARRVAVCPQRGCGYESCVACRGPAHGEDPCPPRKRGRDGGDA
EDAKRLRVEEALTRAGQESEIPNFKASYLGRFALALTEAKVRTCPACGAKFFKSDGCNKMTCACGAWSCYVCRAPIPKDV
GYKHFCQTPHCDHSKCGKCRLYTDDAEDERAALAEAAAKAREESGADASVVEGLLDQAAAPARRPRRPGPVIDFRAALDQ
ARRRRAIPRRGLDALDALRGGAGLRDVLGGGRALGGGHRPPRGPPPVVPRQMQPRRDRRRDEPRRDDRRRDDRRPRDDRR
RAEPRRAAPAPAWPARDDDVDDFGPRPAAEPIDLTDEPPTFRRADRRPYAPPRDPWN                       
>Ptri_XP_002185516                                                              
RMSNAEDLRPELDRRVKDVTEVLDVPEPAAMVLLSQYNWSKEELLEAYMANADKLLKAHGVYRRCGHALNPPSNRTKSCA
ICYDDDVDEMLAMPCGHEFCLDCWHDFSVAAIAEGPVCINTTCPHAGCPEKVTAIEFERSLGKQHVDYQKFLTYQIRSFV
ESNGLSRWCPGAGCERVACAVSAAAMESEGSVATCDTCATSFCLRCGQEPHAPASCPEIALWMEKCRNESETANWILANT
KSCPKCMSRIEKNQGCNHMSCQRCKYEFCWICMGDWSEHGANTGGYYKCNKYDSDQPSSSGPVDQSDAAKAKRDLDRYLH
YYKRYHAHSEAQAFARKQLKETEGRMVLLQESSDNGKWSDVEFLKTANEQLVECRRVLKYTYTFAYYLDPRLKMQRERFE
HHQEMLERFTENLSELSERP                                                            
>Ptri_XP_002186049                                                              



MHYAVAHDKILRAVKGTTSQAGEELEDTQYQRVSNSFARRQMSQQQIEELEQLANTSNVVLKTHRRNYQSFVTDAILAEE
VNFVETKLSTWMASMEKRANRAQNKKNAQATHTGMECCCCFDEVAVEDMVSCRDEGHLFCVDCLKSFAETQIFGMGNLGI
DKETKKRSLELKCFHSDGCASGFGRSGLEKALPKRSLEKYDEVQFILSVEVAGLDDIVSCPNCGYQAALQPSQRVFKCPV
IDCLYESCRECGEAAHIPLRCDENKKTDEKETKGRLAVEEAISEGKKPDQVLAALLSEVALCRHIDCKGCPLYTNGEEDD
ARAMRKAGLKAANEVRKDDVNIDVENILKAPP                                                
>Tpse_XP_002292717                                                              
MSTGRKRRRSRSIQSIDSDEVEILDVFSPPPVAAAASRPASTVAVAAAPSKKRTHTSHIYEIDDKPPVDRIREVFPLVGR
SRVEELLTMAKSYPSKGDDEELIQLVMTGLADDPTGKTCTEAVFAAAAVGGRLDNAADDNNHAADETGGGTGRQKVAQLE
CQCCFAEYDFEEMVSCRTQGHLFCKTCLQRHTEQRVFGLGSFGNKGGEKVKSCEIICMHASGCTSGFQEGQLRKALSTKV
NNNSFGCDGGEVMKKYDELHYAAVIENANMQDTSKCPKCEYIAFAEESVKTFHCPQCNFKSCRECGEEAHPGIRCDEVET
KGETDGRKAVEEAMTNAKIRTCPRPYCRRKFTKSEGCNKMTCACGAMICYICRALIPSSVMYGHFCQLPHCNHKSCGKCP
VHSNSDQDDRLAVVEAAKAAAKKVQSKDNTQVDVNALLKDPNAPPPRMTMKNRRGGGGGGRRGR                
>Tpse_XP_002290747                                                              
MYKPSTKALESDELGGFAGNVTAEDDGCSVKLETEMHEHTTDDDSLTSGPHIVPSVSSGEDPGVGMDDDATTETAAYSRP
PTTMFTCPICQCENLVSEPNKQHSNATNKELDILIESRDWRRVIAATVGENKCSTYDDEGESQDGSRRHNNDNQVPTAYE
TQNVFSLQSCGHQFCTSCLYAYVQSQLLEGSCDIPCCHFILPTETQQGEEEGKFRTCGVAMIKDDIYRLIHTAGCNSESS
LGEWCSGSDTCKQPSFVKSQTSYSPVQLWEKYEKLAFDKYHGNCVRRCPRCDDARLFCVESMKQHQKSIMAQANDVASGN
IAVTRRETGGNATQLGHILGAIRTRKQTLEDLLVDSTIADVPLESTTTLEATNIDGVASMRGEATHESVRGEPAKGDHEI
IKNTGVEINEGGFPLETPLSTKSESLQKSTSPIVACFTCNTEFCYFHSNAHTGDTCLSYHNKTLELDRANLAYANVNLRS
KPCPICGILVSKEGGCNQMKCGNCGTHFCWLCRTVIDDGAFPEHFRWWNLNGCPNLQLDESDEPMRCTVWGARILSVFQL
VVLGVPALCMTFLTAIICPCLIRGIGHTNRERLVNCISFWGSVLSTLLLMPFTFLGMIILAAMYCFLASLIFLLKASKAI
AHPRSAARANNPATGSEGSMTGTSVAMQSRLAGATTSSDNDLVAELERIFADHLETMEDGGVEM                
>Tpse_XP_002286795                                                              
MHKEQSKRKLLRPPSKRSTKSLFADSDETQPVIERSALDVLQKWDAKVRDEFLRSMTDFRPCPNCSEGGGGIDTTSQNNQ
GGGFVTPECLAPINEARETFAECAINMAGASVVKAVIFMYGIYYLYVALRLTATEDTSAGHINRLSSVLQIFMTILSGVL
TPVLSHVLRLVLAKIARKEITRPIIVTCPCCDKDFNLEASSEFQLAETSSTTVAESATQHWKNSHTRPCPGCSSPIMKDG
GCNHIKCGRCRVEFCWACMRSRTRCRAYQCKNGAAYGNAFGDGSLGAVAAGLAAGEREGRTLMERIEYVESCAIRNLRRF
KVLFLRGAPVQLAVYLGLCINPSVVATVVSASIRWVVLSVVTLVLISLGICCVVVLHSVASNLWRQSLGAINLGTIANQR
NEVAAARRRGLFRQAGAPRRRRSLLYGFRTEEEMFAEAVARSLIEH                                  
>Tpse_XP_002289632                                                              
MLAADELTPIMNAQLREVVDVLDVPKSAASILMREHKWAKERLFQSFFDNPDKVQEKCGTDSSNRATRSFTTKRKHCEIC
MDEDGFEPDEMISMPCGHEFCETCWYGFIHNALDKGPLCVRESCPQAGCNELITEEEVSRAAPDLLPKFESYQLRSFVET
YGMTRWCPGPGCEQVAVAAGSGGVFADAAGGVAHCDKCDTHFCLKCGEEPHAPIACKDLVKWQEKCRNESETANWILANT
KPCPKCSSRIEKNQGCNHMTCSGCKYEFCWICMGNWTEHGATTGGYYKCNKFDPNADGDDQSDAAKAKRELDRYLHYYKR
FHGHDQAQGFAKKSLKETEARMVTLQEQNVDTVWTDVEFLKTANEQLVECRKVLKYTYAFAYYLQDKEKRSRFEFHQEML
EKFTENLSELSEKPL                                                                 
>Pinf_XP_002906688                                                              
MERRTRRENSGQECGNLLAYTVLRPESLRCVALALPPSIGRKRARDSIMEIAMRRRTFCGKAHLHRMKAERSSLSKLEDE
QQLKPSLLSPRPIRLLHESAMAELFQEQQRPSSYSHSGRRPAPSSASSFSSSESSTASLRRLLEESEEQLSRALAQAEEA
TVDAAQLDELNARVAVFSAASSLLRASISSSALVGGDEQPRADAPIMSLSAPATIAGGSLAVMDSSEGFDIMRRRECQIC
FDKLDALQAHVCVSCCGSFCASCTRWYIEYKVLEGEVSQKKMVCPAPQCTRPLSEGIIEALVSPDTLAKYKKFLKNQKVG
IRFCPRAGCCAVLEEPLNSTVRRVKCQACKHESCMRCGGDFHKIPTCRRVEKRFGHWKKRHNVRACPSCKASIEKQGGCS
HMKCFQCDQEFCWSCLCSWDNHDETLCLPLSFLRSKSRKYGCWSPMRVVTKTAIVGVAAVVAVAGAGLAVVVLPPVLGYQ
YAKDSYRRHKYARASYLRVLDGDAYLH                                                     
>Pinf_XP_002997113                                                              
MSAPLSPLSDDEYHYSDVEEEYQYSEDEDDMSSVQSDATPNLNAKKQHAAHSLSPLGSASAAKKKRLSPSGLGHAGSHKQ
QEYHVIDEEELLQEQRALINEIAQVLEIPGPVASVLLRYFGWNKEKLFEDYYADPVTTKHEAGVEFAEKPAAVIPSGTKV
DCDICCDGYPANEIFGMGCGHVYCLNCWKPYLSLKIQEGPICVTTTCPAHGCKEVVSDVIFKKIVGPEDYRKYARYLLRS
FVDINKGVKWCPSPGCSKAITSAGGLSSVTCTCGCVFCLRCGEEAHAPVTCEQLASWQEKCRNESETANWILANTKKCPK
CSVRIEKNQGCNHMTCRSCTYEFCWICMEGWDKHGSGTGGYYKCNRYDADAQAADTDAARAKAELDRYLHYYQRFANHSE
AGKFAQRMREGTENRMIELQASHGDSSWIDVQFLNAATEQLIECRRVLKYTYVFGYYLPTGKEKNLFEYLQENLEKNAEH
LTGLSEMPLDKMNRSEIINYTRVTETFLRNLLTGVEDGLTSNAPLV                                  
>Pinf_XP_002905331                                                              
MTMLRIFVRGYRRLVATFVAPDTCPICLDVVPILALRDVESEDDEAHAKLRCRHRFCAECVRRYIQMKIKGRQVDEDELV
CPVVECKQSIKEEDMERIIGKDETTLYRAILKRKRDEKNPSARWCPRPGCDELIICESTDNFTCPKCDTVGCFRCRGYAH
RFWFCRGAQDKTKAAIT                                                               
>Pinf_XP_002902593                                                              
MVPAHCCKREFPSDYVKEALNAVEFATYERFLKDKDWRSLDLNSDRDYANAVRQNHAVQCPGCGVGVQKITGCNHMTCFN
SHQFCFLCTRKWKTCACET                                                             
>Pinf_XP_002902591                                                              
MARVSLTDRNLVPVSCCSKEFPMEYVEKALTRNQFMRYKRYLAERDPKSSTLKSDRDYTTLVHKNRGKQCPLCGIGVVKV
AGCNAITCPLGHYFCWKCLKTSCIC                                                       



>Pinf_XP_002901747                                                              
MQLAASIRERVTLLSDLHSSLCHLHSFSGEDERMRWRWRLHQLQRQHNLEQQDAQITSLLAAIENQISALPIESDGRSIP
IMENEVLATMEETRRGGWGRLSRFARAASGHTLGALTRSNVRDRGRSVPLTRMSMRELNAEVRDDGDDISSLTAYRRQES
NSLSHSVPSLFRSMASYLGLSMEETFLCQICYDYAPMKTSYALSVCGHLFCEACLRNYLEFKIKEGQVYPKCFFEISEDK
TACNAEIAVDDIQSLVSDGVWQKHNKFKFNKEHELARQCPYCDHSQLCAGSDHPECVCEACNREFCFVHSSAHQGHSCAE
YDKKMIAVEKLNNALISKISKPCPGCQNNVEKTGGCNQMKCVVCTTSFCWICLKVIDDTVFPEHFQWWNVRGCAGNQMAD
IEGQGSTQKGVGIVMRIIFFVIFGPPALVMAVVFSVLCCCFLPCTAHARLTFRQAFTTCFCVSGYILLAPIVLALGLAAL
GVFIGGAAAGAAVLVSRRSGVGETATARDIEDTNDQSPSDQTFFRVST                                
>Pinf_XP_002896941                                                              
MKIKGRQVDEDELVCPVVECKQSIKEEDMERIIGKDETTLYRAILKRKRDEKNPSARWCPRPGCDELIICESTDNFTCPK
CDTVGCFRCRGYAHRFWFCRGAQDKSYLAWEASVGKHKAVRACPHCQMRIWKNEGCNHMTCTHCRYEYCWVCESSARWAT
EPSC                                                                            
>Tgon_XP_002368983                                                              
MEDVESAAVENETEKQHESRGRSSSQTPCSQADSRPSDEDDLLSEDYIFDDEGDIDIDLVSAEVHSIERRKGSQVLFRAL
TPDELRTRMHEILQESTELLGVDEEVASLLLRTYRWHLDDLIQEWYSDRNAVLKKSRLPLPPDRDDGSSSSSSSSSSSSS
SSSSSSSSSASSSSASSSSSSSSASSSSASSSSSSSSSSSSSSSSEMFECPVTTLVVPFSETSALPCGHRFSNECWKMYL
EAAISEGPESAVDKRCPLYKCGEVVREAFWKRFLSAQSYSRFLDFQLRLLVERHPAFSWCPAPGCPMAVELREHASCFSS
PLFAPPVSHQSTYSSSTHNPSNSLSSSSSASSSSSSSASSSSSSSSSASSSSASSSAAASPVSSLVSSSSVSAATPSAFA
TCSSGRLAGGDVCCACGTRFCLYCGEEPHRPVPCDIIRSWNVKNQSEADNMTWILVHTKNCPTCKQPIEKNQGCMHMTCR
CGFEFCWLCLGDWKRHQTSNFYRCNVYEQRPPDPSEEKRKKAKESLERYAHYFERYRAHAHGQRVAAEKQMTQVNKQMRL
LLQRSLRDISEVEFLEEAVKQIIECRRILKWSYAFGYFADWQEAHQKHLFEYHQGQLERSLDLLQEKTETFDPDDFLGGE
RLLRLHVFKAELIDLTRVIGGFFRKICNVFEDEFCT                                            
>Pfal_O97226_O97226                                                             
MNIPKEQNKNDQINVTIEYGKDKKMKVIKTPINDTKKNNIINHNYDYSNINDKYNNTSDCYLMNNEDGINLYLNYYKKNF
LKFQENNLYNVYELKDIEKKMELAILEIMNLINIQYDYAYHFLKAYNFNSNDLLENWFNNSKKVLTKLKLSHLKEEDILN
NNNNNNIDEPMIKQKKEQFVHNCKQEKFICPILFLECDIEDTYTLSCGHKYSKECLKNYLKTSLHNDFEDDIITKECIDL
KCNKIIKKNDWKNICEEKDYEKYLYTLLHIYIKKSKDLKKCPNKPCPYIIQSVMLNNNNVICKCGYHFCFECLHEFHRPL
LCSYIKKWYELENNDDHNMKWIHAYTKMCPNCNKPIEKNSGCMNVKCICGYSFCWLCLDNWKNHKGGFYKCNKYLEHNSK
YNEQKKQKKKTDKKKDDTVKTYDDEKEDTDKTHDNDNIQNNREEKRNSHLILNRYNHFKSRFNDHQYAENFSIHTQLLFL
YNFCKNYNIHLHKMKFFEDAIIQIIKCRKILKWSYTYAYFSNWKSDNQKHLFEYHQGELEKNLDILQTKTEDINLTQFKN
NTDNDTVRDIQQITQMIDIFFKNICEFMENNFV                                               
>Ptet_Q6BGH1_Q6BGH1                                                             
MSQYSDYQYDIGSDEDYEIETQKNNEILLSQEELYQEFLDHLDKIKEQLELTMTQVVLNILIFFNFDVQQIYEQLLLNSQ
ADQLKKQLQEQGIYNLTEVHIQKNMRCAICQENGTQGISLNCSHKFCKNCWNQMIEVQFVGQIPIVKCLQDQCPERLPHL
YLEQFPKYKQILIKRFMHHDDAITWCPGQNCENVFKWLKLKPSIKCPCKTKFCSKCREEKHYPIPCDIVKKVLEHQQSGD
YWAIINASKCPKCGRLIQKTEGCLHLKCLCGQHFCYECSKPWVKDHEKSFYVCPYANTNKNLSRYTSQLKNELQIINFNI
RNLGYSIKDLQQNVKIIQIEHLAEQSEKTISLLKASRSFLYYKFYLMEDKVDEIYERTLSQFQDELNNFVEIVSKKKQEV
DTYKHSQEKIIENINFNDLEKKQFSNLKIKKKFIKNYIKETLMM                                    
>Ptet_A0C0J8_A0C0J8                                                             
MGQICMKRAREMDCLDSERNEVSQYGLSFKIDEKCCLKQSVQYMQGRQEQNIKLMQPDLYQELQQQIEKYQNSNKESLQI
VMNVKLLNQSKIFLYCNFKDDDVKRCFNLLKTNSDYKEELKLIGIYRESSLKYHKKEFCSLCSQENMECYSLRCQHIFCK
DCWHQMIDIQLSDSIPIVKCLEYQCLERLPHQFLELNQLYKEILVKRMLDNDSNYTWCPGLNCQNIYKLEGLALNFKCHC
GVRFCSKCKVDTHYPIPCETLKEITQYKESNQSWTVLDISVCPFCSRNIQRIQGCIQMSCVCGNDFCNKCSQPWNKEHGQ
DYVNCSFASYNKNPSQILNQMRQNESALTKDIFQLENYQQQLNKQNQDYQRHRLQMSLRNLIKFKKFQKMQQFIKLLSVL
YFTYYLNEKFNDNSLDQYYDKFQLEINNYQRNLLNQLQGVLFNEQEVKNNDKINFNEFVNLVYQMDQKLKVQRHCFKKQI
IELLQEKQQQIQ                                                                    
>Ptet_A0CXY9_A0CXY9                                                             
MQNQQHLIREIYLKDKSNAFLRQQWVQVFDSLLPLPQTTLIVDTLQKIDTLKHIQELLSKTKAITVISDTSEANYNWCNL
VNKNFEVIVADLRAETKLNSYQYIGIKWLLTTKAQLVIISNDIICEHLINCFNIAYDNIIEIPYLQTQQDELFLSIPYDQ
KLTYVLQQIKNSNSEIDRDILVYCESLYQMDQIYQAIYFHNQLSESEEFEVHQIIPFQSYYEQFGQQLLEMVYPQQKGKR
KVFLTLNYQQLQKYLQNVQQKISLIIHMGYQTTVKKFLEEINAIVYKQYNLSRHDIIIRNRISYFPKIIYLFGFDEFKDL
KEHKLIFDEEFTFNPQNIKFYAQQFNVQIDQLQNVVESEYSSLQNYIPLIYYEPLLEAENETFHYYSSVVSTLLTDGEIL
SEGNVESKKNPFKSFQIHQQRESIIRSNHYWSKMGDITSWIQLINKFIIFIEDINSKDDEKEQENSKNELIKWCRLQNIN
IPKMILILAYNEYIIDLTQKYVSEYSVINKCCSLDQLKLNRTVSLKKQQSMPEHSEDIQACLLRLFYKGLSIFSGHKSAG
YYNYVANQKFKLCYNNLMAIIGDFPLTCIVMALLQKNQQYEIKYSTKIDDIMIPQLAPKAFVKEHKLQFIQRQSLHLNEI
TFNGIGQVLFNELWKHQSGPQLSQDCILQPNIEMNCITVLYDPNVAKKEIIEQELNSRIKELQNFYRNQVKEIPYENDSK
FIMQAGGSMKDWIEKSAYKTFFIEGLPLDITQELLQEFLQEVIISEMKLYKEGDKITARISLQDHDDLLFCLENIKEYKD
NQLKVYTQQDQFEHNEEKLLFNEHYKIIITWNLHLNKGIAIVKLNSPHLFNTEEFETIQHLTYKMNLKSVYEDEQTVLAD
LKQQHKDIDIKSVTIDKQLRYENNGDLQLEIQKLLSNIPQDKYKIDSITKQNCKRILTLNVYDKNIMEQFILLHNQIKQF
RGLKVQLNVKPLYYHDYEGPIEMKQIVEEIFDEKKLKLGQYTITSDDELKRVKVTIECWNKQDHEQLNKEIQDAFTPKII
KSSQDFDITVIFSQSGTRFLKFQEESLQILIRQDFINNQLFVNSSQIKYNQLTKAIKEFVSDCSKSIIQIPKNCIRLIMG
NDSQGLNEIKKNFDLKSVKFNSISGELQLFGDQKNLDAAIISISEIISSQQQQDKPINALTCNYCFDNMKNGYMLQGCGH



KFCLQCIMFSIQNSLGDMTQLPIKCPQCNQGILLADLHILIDEPSWEKLIKLSINKYLQDHAAQIAFCLTPNCPIIHFQK
IPRYTCKKCQKQYCNSCRTAYHYGQTCREFKAGNEDSINIYMKKNDVRRCPHCKILIQRIDGCYRVTCTGCKKSICWKNK
ADGTPCMAIFETSSECYSHLTKEHGGYW                                                    
>Ptet_A0C6V8_A0C6V8                                                             
MDNINLNVDVGEIAETEQIKYTINDSQKELILKLHTEYQIPLIATIFVVIYKDCQTIESANELYKNIVPSDHDFIQYNES
KDCAICTQQDSSHQVYHLNYSTLIKMADELQIKNTTKITCTICFEGKAEENITRFNNKMHNICEQCFTMNLITQIQSGRV
QDLKCPHCNELLSDEIILKYAQEVKQKYLKFKNNISVATSTDRMWCPNNQCLKIVIFQTSSNFEKCTFCQTEFCKICRQK
SHPDINCNENLKQFIGIPQNNERLVQCPRCKFLIEKIDGCSQITCSYCKCQWCWGCCKEITFLHPFYCPHFMPCYDEKVF
WTKFLLIFWYFYLLLCLFFVGLFFGQILLFQCMQEARIYMNAKCWLQVVLNILVGIVGIIILPLTTAIYLVSIIPLCIGC
IILDWHDGQTLKKQRQTSNVQQVEP                                                       
>Ptet_A0DZE8_A0DZE8                                                             
MSEIQEVANQIRGKLRYKNERDLIIQSYMLGILQGRNKQASQDVFLSNLEIIMSLNMLIDIKVYKPERVYKLYNDALRGP
FDLNELCIQLEREVFESQNSQEDTQLTQMFKSNNQAQISQIFPQQQNLKQQTQSLWNEDSQPSILFPLRGQLESQGFNQI
QNASIIYQQLKKDTADESKSFELALQLQKQFEEEQQQLEQLKLQQNYEEEQQILEDERKNQIECKICLDNIQFTEMATLY
CSHIFHQKCLNQYCTTQISSRQFPILCPSGCKKNIIYSDLTEVLDDQQLMEFQQLTFKTYIESHGDEYSWCPTPDCQFVF
VAGDNPRLDCPVCQKSYCLDCKIEYHNGFSCQEFKEKRLLESKLKNEKYLDEKFFSFIKGAKYKQCPKCKFWVEKSEGCN
HMTCRCKFEFCYVCGGIYQKCECVKNVHANWPTPLNRFRNRHR                                     
>Ptet_A0BW72_A0BW72                                                             
MGNVKLTRCKSEQQLQNQKIMTNNAEKVFRNLKPRDHFVIQMSKSDELGETIKYHTHLEETQNKQAIKDRLIENFNKKLD
LAKIFQLQISDVQGGLKTQEAVNNDDVYIQIESPPVVGAQENDKRQVTLIDFEKNSNEDNNNEGQKLSVAILVAPSELSS
EQNIDYNNQSEEIQIQSFDQENTCPICSSSFEKIVRLLECEHKFCTSCYKEYLENKIKIAKINNVTCLQEGCTTIFSEDI
IEQLVNEQKFQQYLVFKRKYEIENDPTKKWCPAQGCDRFIEKDPRTKIVQCQCGSLVCFNCGQLAHQGMLCEDAIQGDFK
QALVKYLIKYCPKCKSHIQKNAGCNHMTCNCSFQFCWACLQPYHQYHYRYWSLKGCAIWSDGRFKTQKEISNPDKMRKIY
FAPRLVLYILRGPLLIVKLIMQAAGKSIAKPFCAMNKRLCRSLKTKFWY                               
>Ptet_A0C2Z0_A0C2Z0                                                             
MDHMEQLCQSEQQKPQYQQLVLPIYQQQLFVSHGPKLGRSVQLKCKGFDQVDSHQSGDPNYHQISQNQQSFNGKTVHSQM
QSMVSQEIKTEGLKVLVTEEARQKKIILRGDSGLSWQSELRLEIKPEEQSKESKDLQECQICYVDKPKEQFIAPLNCKHD
FCSDCLSQHLTQNILKGNVLSITCPQTSCTVAFNDEQIKGLVQEKIYEKYKRFYNRQVISQNKNVRWCPKPDCENYVIGN
GNDLLTCICGQSICFQCGNQYHKGMNCIQAMDAQYLQARKDNLIFDCPSCKAPIQKKGGCNHMTCYKCKYQFCWLCRGKY
SSYHYVIFNVFGCVFPGGQGSNLQPFKNPMLLRVMMIIPKILLTIVLVSVLLALLPFFLMYLIVAAPYELSRRLCGFRLR
RYRLGGKIGFGILYFFLGVLLSPLTVAIAILVSPCFLIFYLLDNI                                   
>Ptet_A0BMN6_A0BMN6                                                             
MNYNMNQIEEVSLNQKNIRDKTGLPIKRFYSVKMQCQICFDDLTTNEDEIFRTNCGDTFHKNCISKLIENCLKERYQQLT
CPSQGCKEKLSASLLPKLGFNFQQINIYFSAQLDELVIKHQNKFSCCPTLGCQNIFIINQSGDPAFYCEFCTKKYCLRCK
SESHPQFTCEQFQLTKNKENNEREFKKLVENMNCKQCTNCGAWILKEKGCNHMKCKCFYEFCYRCGRKYRHPDCKCPLFD
RDNLPQP                                                                         
>Ptet_A0CTS7_A0CTS7                                                             
MEDPCIICLQYTLNFVIGKSCECRYCYNCVFNWFEQNPEKLLKENFNCLNYQCNKPSSIQNFLKEIIEQSLLDRYHEIAF
KNYLQSCQDIRSCPNKVCKSYGFLPSSRCKEFLECETCNYKWYDKQCLSINKIFILFLKDIKNDFLCFFQEFYYAHRCPN
CDVQIMKNGGCNHMTCKSCNHEYCYVCRDKYNGHDSKLCILKENSFIIMIAYLIIQLLFTFGVHTFIIYLFTLLVWLVWT
VLIYIYNLNGKLIVVSTISTLLDMKYHYKQKKRENEDVKLYRQTKKRELWKQVLEIIALLVLDSIIVLTSIYEDDITQVV
PLAVYIVQPVEFLVMLLLCFGFK                                                         
>Ptet_A0E9B7_A0E9B7                                                             
MISKNNQGYHLPLSKSDDLLFVHDIDQEKQQNLHESQLRKSSLHDFVLQIPKEQNHKRNSHNSITFNEEYKKVKLVHTKK
KILTQIGQYGYNVYMAEYIIQKEKISLELDFQVILDQVIDKIHQFEEQYKSCYGMKIHKNSYKQIVPVLIEEQQQIDQFV
VEVKRQKQGKESKDYNDNCGICLGEYINKQKALNCRHEFCYECLQNYLDNKIKIGQVLEIECPQQGCDNYFNDEAIKSLV
NDEQYQKYDKFKKQKLLDRDETVRWCIKPGCDKFIKGKSMFSNTIKCECGQEMCYECRREDHPGMTCELQEALDKYYEQT
MKQLVIQRCPKCKAPIQKKEGCNHMTCYQCRFQFCWLCRAKYTRMHFDQDNCFGCPDKQFSSDEPYSRPRWKKYGGIIFE
FFATILILPIIPFILIYYSVMTPLKLVKHFNRQYYRQMEDGDKMCLLLLGVMFFPVIMVFLICPGLLLLVAYKIKYD   
>Ptet_A0CGP1_A0CGP1                                                             
MNCQICFIDKLLIRPGDCSHEFCKECIIMYLKEAINSGGVFKITCPSCSLEYNALIIKQYCEDLYPKYLELKQKAIITCS
VCKENLKTHNCGSNVCKICGEIHDGECSQRCPNCLIPIEKMSGCNHMVCKCKYEFCWICKGKFNRYHYRLWNLFGCPIPG
SMMKNVKPLRHPTLLRYIMVLPKILAFILIFCILLLIYPFFCFIITFKFHYLQFTINKQSIKYICIRYRLLLVFLFPLTY
LMHFFYKGIFAVQQKLHSLS                                                            
>Ptet_A0DR71_A0DR71                                                             
MKVCQICYTNESFITPCNCQNCVPCLINWFGIKNNETQTINFNCPNQHCSYNYSRQELQNICKYPLYEQQLSEILLKEYL
KNQDIRPCPNGRCRNFGFIDLNSRCDQLLQCTSCSTKWLDISISSQAVQLEYGFSNMYFNIKDFIYCFLFTNECPQCGVQ
IQRNGGCQHMTCKACQHQFCWYCKFRWNGHMLRLCSFSYATKMGIFVYILMSLLQTLGLLNTVLFLFSLPFKWFSFVILA
NSIPFGFVVGVVYFCYGFSHLYCQWYKKGTLEVTISTVSLIIWYQLHSLIADIFDLSISIYISAVMWEGIIAVVIVCYLF
RQQLTWIVFPISAMSLLYYFGLNGLCLLCWGLPIMKKQFANNKYLFQCAGYLLFTILNIFDLQEQIQQNKISYIFSLNLV
YILYVEKSRIFDYIRF                                                                
>Ptet_A0E469_A0E469                                                             



MLEIRDVAKQITSKLTQKFTLVDQSQLNLVLDSFVLGFLQGGSLEKNIFQQHLDILVSLKAFKDCEIINQQRLYKLYSDS
LKETKNVMLKYQIQLLIFYKEVQNEIFEKLENNQNVIFESQWEIIQKPSAKPLNNVQQQTVFAIYQKFRQENEDQQKSLE
YTIEQIQDNYRLKMEQQKLENQLNYQEIECKICLQNIPFIEMVLLHCSHYFHQSCLKLHCITQLQQKSIPIQCPSGCKKI
IILRDIETVLDKPELQEFQILSLRAYFSSKKEYSCCPTADCAYFFIPDDNPHFDCPVCNKSYCLECKIEYHNGFSCQEYR
DKQMTQSNEVKFQSFVKEANYKQCPKCKVWIEKSQGCAHMKCKCNFQFCYNCGGEYKKCKCKNNTIFSAIINIFSGNS  
>Ptet_A0BDD0_A0BDD0                                                             
MECSICCETTELLELQCSCQICSCCMLKSIDAKYYEVIEEIHCPGSCQSKHSVQGLMSNLGGLNDLLLEKYIKTTQDIRL
CPKNDCQYGGIIKHNCQHFECECGYQFKIKDEKWNLRSIFLNFITIKDCPKCQRRIFKNGGCNHMTCKCQYEFCWICTQN
FKEHNKLKCYSNIFIKISLLVLMFINIVYSLRLLESFMTVVLVLVKLVLFNGSLIFLYLGIIELYQISKLNLECSKYYSN
GNETFKRIINQKWIMFTLLMGQFCLLCFFFYLCYQEQYQLFVLLRFIETYCHFLFSEFSIFIILGATLWIRSRK      
>Ptet_A0DMF5_A0DMF5                                                             
MFHVSFRLDSEYQKELSATMEREEVIRKKKKQQEDELNNQIECKICLEVIPLIEMATLQCSHIYHQKCLNQYCVTQIQAR
QFPVCCPAIECKKSMIYSDLTEVLDDQNLFEFQQYTFKQYVESHGDEVIHNLIIKYSWCPTPDCKYVFVAADAQFNCPSC
KKKYCLQCKIEYHHGFTCQAYKEKIQKEQRAKNEKVLDDQFFQFVKGAKYKQCPQCKFWVEKNEGCDHMTCRCQFQFCYV
CGGVYGNCHCKRRR                                                                  
>Ptet_A0CJJ1_A0CJJ1                                                             
MQQAIEYENESQQLNQCPICQEYKGDNFDLECKHRFCRNCLEQYLNVKIDEGIVMHIRCPSCSYTISYEEVVQIIQKLKL
AKFEKFRTQYKGENNPSMRHCPNKSCDLYVLLDTDRCICGQEICKDCGNESHGFSSCNKLMDEIFVLDSRQEKIQRCPKC
KIIVQKEGGCNHMTCKRCQYQFCWICRRQYTSKHYNNYNYFFGCPNKQYTNTMPWKYPKLYQILPFVLLFIISPLLIALG
ILLLILHPFSGSYYLFNRSDNLAAVGRLSRIQMLLISFFVYFIGGIVLYPFVVLYECILLLVFLLSLLIKFIKSRRNF  
>Ptet_A0BZF1_A0BZF1                                                             
MIQNLNSIAPNTQVQKKSPDIETNLYKSGGDDSDIHINCYEAPGLKKQQSDMTYDLRRNQLKSVAPRQCKYHQNNLQNLG
SNSGQNAQADSKGQQKYQNDEQISIIKFDDQQEELKGIMNQLDEIDLKLEAQRKLHQDFYKHINEGDQSRGNQQSPHIEV
NEQKQNENTTCLICGCDDENLVKKLRCEHRFCLYCYFNYLNDKIRNAQVMNILCPQQGCRETFQDSVIQNIVTQETFRKY
LNFKYKNEIQKDPNKKWCPVPDCQYYVERNPRSNITICKCGAQICFNCGRLAHLNRRCENYSDLQFQYAQNIYNIKQCPD
CSSPVEKNQGCNHMTCRCGYQYCWVCMQKYHAYHYKYWSIRGCASKYTALSKVWANGIFKTRKVIEHPDLMRRVFFFPRL
ILFLLRGPWLLLKLLFKAFKKSISQPFMKLNKKFSRTRKPRSRCGRKLYFIWGEFWIVILVIIIFPFYFLFYRLIIEIKR
LIKDGCGY                                                                        
>Ptet_A0D0L2_A0D0L2                                                             
MVDCNICYCNYKEEECYTLPNCLHQFCKSCLSEQLKTKIQSQQIDLSDFKCPQCGRLFNPEIIEHFLSPELYKKYCDYAF
QFNKIMGLEDNELLTNCLNEKCIEKFIIWKDAEYMQCPSCKMKFCRKCQLEYHADKGISCEQQKELHKDQFYIEMKKNLK
ICRCPKCNNMCEKISGCNFMYCRCKTNFCFLCDVELTEAYHSSHFQKNDPYNSPCRVWYNGTWVDPDKVPKVEPVKEEAK
VVQVIPVEEKENKFPCPNCGSKNKDVSQLQFFDKVVQCQSVKCQNSTFCISCQKSVSNNDIIGHFNQQTLLCKFK     
>Ptet_A0D443_A0D443                                                             
MYLTRQGQVRTKYAFQQKSFHDNVNRYNFEKKTIVIDYSNVDIEKQIPEQYTKQNYKYCSQISNVDYQYDILIINPALSD
QLKTDGFQVVEIQAPVLPIEQRRFLSDYNTQEQKLLLIHKTVISQINEERDILIYCMDSNEIEYLRVLFEQCQLRVIVKI
SHEFDNLFDRLMHQPNYQNTVFLLMEPQQLESYNITLIIHTNQREVIKKREDNTVEYSYQTLSQVDLSVREISRSNSEGV
MIYYAFSEQQFLQLPIEAQESPKADLESDNFEKLLCNLSKQEDARQLHKFAVMIAALFTSGQLLQVFDRQSLQKQLNIKQ
SSYWTKQGDYHSWYNIVMQIIELLNSGEDEKISSIIKKFCNDNKVNLIKALLIIAKLKYFSFLYEIEDLDFIDGLHQLNL
KKQSSSIDGFQTDNEYQLEQLFPIARDCKMHKYSIQKIFKINLPQYILGIKEDQVLYSAQAENKFRKISVQEHIVQNICS
AVMNLLWNDEDSEISKLEHKYKCIIEPFNINNLVIYADNSKQVEEDLLSIISNFKLQLSQQIKEYEYQNSNIRFIISNGG
LIEKCYYSNNSILEISQLSLETKEAEIRSLIEPYSQINSLNLIPYKTTQTAQIDLRDKDATLEIINDLDETEFQGSTIKV
SSTYIKREQNKKFHPYIIKLSWFIYHCKGNAEITFNNEMAAQEFYNQYNDTILDGKKMIMQLNNDVVQISNLTQFITELD
LFRLSTKIKSINISKSILYEPKFDIFQKVESLLIDENRKHHVGYKHQQLYRIRNQRKDYKRVLKLGVPSINFVNSALTNF
NNLLIQLGLQQVKLYCEAQYRHQYKVKQDFIKFVRNNIKSIQQKFNNLFRIEQVDNSDSDIELQLVSDNYLVFSKVRDTI
QNIIDGYVINFGELNTILFSDVGQQFLQELEIQKSVIISLDQFKKIIKVYCLDDQFQELQDIIKLFLESNSTITVRLTPQ
KLKKLLGDDYQGLIFLQQKFKLTDVIPIKKNNQLKLSGQAKHLEEAIQQLQAFLESKDENIENQSMNQENTCCYCLNQMK
QPYILTNCNHKFCAECLNYDFSNSIKDISSLPIKCSLCQSLILLEDIQNILGLAKYEKLVELSINKYVNDMRGVLIFCFN
PACSNILRVKGDAVFCENCKVTYCLKCKVQMHYGMTCWEYQTGDQKIMEELMKKEDIRFCPVCRSLAQKISGCMSVACSS
CKKYICWKNLPNSTKPCMKVFDGSTECHQHLTNVHGGYY                                         
>Ptet_A0D0A3_A0D0A3                                                             
MQVQNFCEICYEHTGLSLLECNCKVCLNCIKHYTKVIGFKLQTQIKIEEFWTSDGTHLNIDCPGGCQQTLYFDSIEQLAI
RNSFIQDIHDQLFKSYCKKSIDVQQCPNSNCEFYYLKPCKSYCVDICEICQTRLQTYDQISYKTLLNEITEFTTTYQCPR
CEVKITKNGGCSHMTCQVCKFEFCWDCKQNCKGHDWSICIYNNIFTLIIKYQLLYALLISTGLDVYLLLICGYVFSITYL
FILNNSIILLSGLMVVQLKKLNDKYEKITFHRTIVGSLTLVILIFISYFILEQTLADFIFYIIKEIIYALFFTIITTILN
EFYKYKIKSN                                                                      
>Ptet_A0DGL9_A0DGL9                                                             
MKKQHFDFQEYITRIESLLDIDHKCQLLDVAFLCYQAGASNNDSKIIRKSYSLICSNNQEYKNNKKTLEGLQLDYDKYIN
GTKNIDALIDDLFIEFNSGLQEIKNSQIDIQNGTSNDYATLITKNKKLDYESYTIQQKKGDEKKNNKQKIIITEIENLNQ
FQQNERQNNAEQQDYILNHNLIDTHTLNNLNLVKVPPILKMEEICKLSIEQSKQIQQQQYNEFRKQEQSKSIFFQSKSQR
SQIMQKAKCTICLENIQSNQYILTACQHIYHKQCLNNLIEAQVDLPIRCPNVECRLEILRDDLEQITTKQTMDKLDKFAF
NQYLISHPNIFQCPTQNCQGIYEIEGPIQVCMICQQIFCTRCKRQFHDGVCGEQSFVGLAREQSYKQCSMCNRWIEKMYG



CNHISCPCGHEFCYACGKQWIKGMECRCIETQQNELLQTQQEIYRQPVQYQYPVQQQQFEQQQQFEQEQQIVQEQQQFQQ
QQRRQNRQTNQQNYTRQTQQIRNLYDTLSYYFKIDQNYIQNTQSYEFLKNYGLTFLGRLKRR                  
>Ptet_A0BUK9_A0BUK9                                                             
MEFNSTGIVVQPHPSIKKEIWNQFVCEYPRCSNQYKLPENPKDRYRFLSALMIANIFDTLTSWQQLKKLYDVYEFLGRIA
NEKEYPPLMQKHILNLMKSFNTLINNLQPFDSRKIDSNHQHYQKIQIVQEYLQKQRKYIYSLLESEQGISTLFKLSRGIA
LSLYLKPDYEKITPVSRFITSPSREEIIKKLSSEDLEINSKNHFILEDYEIVAISHLLSCPIHFFINFFEPKCNYLIKRR
IHQQQSEEKTIAFFLEIQQTNFTVRILSSTPDIIHIQNIINQRKFIYQSNQPKAIVEYLQQIIESILNQATHDFSNLNKF
WIVKMLQIIKQGEAQTLIANRQAIKISELFARESYNLFQLLSLDPKMHSEFVLNSEQNLNQTEELIENIIISQITMIRDQ
ITEIANSSKRPPSISQNQIVSGDKVSVPRYLVNNSLFQSHTNQTPNYFQQQKKLNLAGRLIAKDLDNDLPENSDSSERDR
NHHFQANSIQNIPVTCKEYDTEDEVEFKRADDQQSAEKQIQRMEQYPSEEYPLVRPPKYSSQIKNDVVSQKVSQNSYKQV
QSERKRQKSVENTDFEASLNLQNDYLVSSQNRASIIRAQSDLNALKLSVKQRDSLDFEPKKQIINQVNKMSSSQVLRSSV
RYEQQQIGNELYQSHISEAMNESKSEISMIQKWFCPICFTEIYHPDQIRNLHDDHKVCKSCLEDWIKVKFNSGQWNFKFF
KCPIQLIEGETMKPCEHIIEQQEIKNALSSDEFSKLTERAMKHGIIDIICPNLSCQASIKGMPPQNQNGFLCPKCSHKIC
WVCKNSDHGNSKCPQRLDEIKVALQDERVSCCPGCLEIYMKNDGCEHVSCTNCLIEFCFACSAQRPPIIAHGAHFHRVGC
QYRMPWWKDQQKKIENLDDEYLPDECEYCKRNQKPCPRPMTLADFKNLAHLNF                           
>Ptet_A0CF39_A0CF39                                                             
MKQKLQKIKKMKCSICLSDDCQLFTDKNCKCQFCFDCVLNWIEEKINLKQQVNSISCLNHKCKQIISLENFQLSITNKQI
EEKYMDIMLKNYFQQTHDIRPCPNNKCSYYAFLPTNRCGKEFSCQQCNFNWLDKQYLSYDKLFLLKLKDIKSDIFTSVFE
FISTQECPRCNSKILKNGGCSHMTCKKCQFYYCWSCNNQLNDQVHSEKLCLIRVLSYLSMILLNIAVTFYNLGWLQYIFM
AIWYPLYGLGLSLLYNSYIILPITIIATLVYTYKQWQQVTAVRKQRFIKSQAITLIVQIIISILLAIATYYNIFNINFNQ
ALNYHYYQFIIIMSGGSIVLVVLLFNNFFYQNWLKFLI                                          
>Ptet_A0CJN6_A0CJN6                                                             
MNQFQKAETSSFVQNYYMTRESLLNSKQTNFNSILQKFQLNNEDQGQLKIIIDQTNQKLELPNSLDLKFASSIPTKIDEQ
IQYLIINETIETDSQNVEQLQSQCIPEYNMIYTFLWKENMERVDQIYEYLLKYIHEEQDVLIYCKNVNEIQSFANALELL
GQIQVRLTPEFNDFYQKLDQRKTQQFNHVIYLLIEPQYLESECITLIIHTQYKEIRKPYIQNSVIYQDHLLSRQELIIRE
IPKSNQCGVQIIYNFPKETYVSLSPKEVQLEFSQQDHHIEEFDKSKNSAIIKGALNTSGMLFQNKPNFNLTIRTSLLWSN
KGDAYSWIEIIDQLGTFINSILLNVEFDKNQSIFEFTQLEKWCDENQINLYKGILILLYVQQYTQEYNCPQFNILNIGGL
SMAPIRRSSSMQVVQEDKPQVEEQLKLNFPVAELREDRLYHIQEQSYKLNQGCIQKQKGRLQQYIYILALKENSILYLHN
KNRKQSLTQKEIILTNVGNVILEELWKNQGIEITELENKYNCSIEPNLNLNLISIYSDDKVDMGELYARIDQIKENLKTQ
ILEIKHISGKKLIFQSGAVISEWIKQHESKEFKLVGLPPKVTEGDIKELFEDFTVITHLKLNYLENETQAQIVIEDKDDM
PYIIQGYDQSEYQDRIISVVTEQTQIQLNKINQQKYILSLIWYTKLCSGVCTVVFNETAQAKGCLDQFNNQLLEGKQIKI
TQIDEFTLKFQNLSPFTTEIDILMLCGGKQHVKYIDLQSKTLSESKEDYSQIIIHLINRNIERNEKKDVDFHHTHLIRKT
RGKRKAKIYITSIHTMQKLLEILNGQKIQFGANLVKIHSKGQYYQYHKIPIQLKPHILSLLKEYEKFNFKVTFEQGNHQK
NRELEVIICTYNILVNQQLDQVITNFLQGYKIELKNTSDFLFTPFGQNKLKDFEKADGSIHFMIDQYKKVIRVCCQKEKL
DEITNYVNQIAQIIVSHKLIIPPGAIKQLVGLKGQGLDSLKKQFNLTQIKYKQQSKELFLEGSGLNIQDAVSCIESAVSQ
VNFDEETIISDAKQEDCPICFDKIIHSYLLQGCGHKCCLECISLHCNSVLQDVKLFPVRCPICNEKMILNDILQIIGKEN
KETLINLALNKFVQENNQSLTFCYTPGCNNFEQIQIEDKAIYCSMCLKQYCFLCKALRHPGLTCEENKLGDQGLLLKLMK
EQDIRKCPSCQALIQRIDGCYRVTCSVCNKSICWKDNKKGVPCMQVFKTASECYDHLSKYHGGYW               
>Ptet_A0DBI6_A0DBI6                                                             
MNCQICFLDKQMIKPGDCSHQFCKECVIMYLKEAIQSGSVFKITCPACTAKYNALVIKQYCEDLFPKYLELKQKAIITCS
VCKEDLKTHKCGTKVCSRCGEIHSGQCSQRCPNCLIPIEKISGCNHMVCKCKYEFCWICKGQYSKYHYRLWNIFGCPFPG
SMMRSIEPLQQPMLLRLLMVLPKIIAFILIFCILLLIYPFFCLIITVKFHYQQFKIKKIRILLVFLFPLTYLIHFFYKGI
FVVQHKLHSLS                                                                     
>Ptet_A0DC07_A0DC07                                                             
MQVQNTCQICYEHAEIALLECYCKVCLKCIKHYTKIKIEEFWTSDGTHLNIDCPGGCQKTLYFDSIQQLAIQNSFIQDVH
DQLFKSYCRKSIDIQQCPNNNCEFYYLKPCKAKCVDICEICQTRLENYEQISYKTLLNEITEFITTYQCPRCEVKITKNG
GCSHMTCQVCKFEFCWDCKQNCKSHDWSICIYNNIFTLIIKYQLLYTLLISIGLDIYLLLIFGYVFSITYLFILNNSILL
LFALMLVQLKKLNEKYEQITYHRVIVGSLTLAILIFVSYFILEQSLIDYITYIFKETLYVILIIIVTTILNQFYKQKFKF
N                                                                               
>Ptet_A0CE10_A0CE10                                                             
MNSKVIINQNTLRDVEMVYEKAIRMISCLKEKHKLITRIRLVDSDKAIFQELAKGMAQLIDNLRKGGDVHLIFQSNLPYF
EVQLDLELFIVEPKKMKECLLRKQLRELGLKNIQFKSKECREHIIADDFINLEDEFKKDECAELLKERFDTFKVQDEQAI
IEILKKYLKKNLIETYNRELIDIRFYINQDFDIVIEYKINDNQLNLQKKIKRRRWSEIKDAISHFYTYQYLQEITLSMME
QMFYVDEIELMELRQCVQQIVQNCQSSYNENLKYPLSIYKSRFWDILGILPRSLNTHNRFGQCKIIIIQNQSRLFFLNHQ
KIIENKLIKNDITLFQTYTQLIADSKQRLDLIKKNVSSSNTQSLIKQKRELIEKLLILPELEQEIQGLQILEQWKLNQSN
QDNEEDFILQMPEETYDQIKAITDKIAQTKQIYEEYHRVLNKVKNDVINFQGFKTIQQNKIYLTNLYKRVLQEKQRVTQK
LPIYFKKRELIDSIQQSQVILLIGATGSGKSTQLVQYVYEEIELRGKIICVEPRMIAARSLAKRVAEEMHTKLGGSVAYL
NEYDQLDDDNKIIFTQDRIILNILQKDPLLNDYEVVIIDEAHERNMNTDILLGLLKDIINKRKDLKIIIMSATMDEELFS
NYFQCKAFKVEGKLFDVKIKYQNSYSDNYIDQIQSLIQNKIIYKVMNQSYQQRHVLIFLAGIDEIQRLLYLFQDYQDMDE
FLFLGLHGQMTQDEQFDVFQETKKIKIIFSTRVAETALTINDVSVVIDIGVDRFSEYDQKRGMQITKISWISQAQANQRA
GRAGRTRQGKCYRLYSEQEYQTQMQEHKTPEIQRCCLDLVVLRIKSFNKDPFEFEFIQSPNRQAMKSSQEYLIDIKALDE
QGNITVLGKFMSQIQTEPRMSRILIEAYYKNVFRETLSIICVMLNNQSLYLKNTDVSNKIECLNEMGDFFTYSRVYWDFK



SLTNSNLSNFQIKQKCFQKGYHYKTLKNCEKAFDEMEKAFSYFDLQLYENQEIKNKILWNSDSTREECVMTCFLTAFYPD
LCVYNGNPYIGYTFLKSKRNVRIYGSSTLSLLNHFPKYIICSDLYSSNYFDFCRVAQEVKLEKLKEILKPSQIEEIENFV
PDKYQYQQLRNVSSSLLNHLIHTFNQYSYDEQEKRFQYYCNNDQDNGIFEIWSLKPIDLEFYQKDYYEKMKSYLYFRLYG
QGMLVYFKHGAQIHVTQQCTSSELVIVQFSSSPFNIEEIQQILDEQHLYYNNLFQINANRFGYCGQIFTNSQEIAYQITY
VLNEKAKYRLELQNQQEQQERQRLFTIKPREIRNRVIKSSVELIFYGSENKGFGFIQFKNQEEAEEFFIKTISIVQFKGR
PQDLKIYQDQKSKIRISNVPYNANEYELLRYLQDLAQQKNCPKPQSLNLIGKEQTETKDWNHEIHKVFEKYTGEKPLHLD
IRSDKNNYRIIVRVMTTTNPIKLEEMRKQINFTNNILGFSSITMKIEYKIIKIISKNILVQNEEKINDIKKELQAKYSED
LLKIFSSGENMIIIGKNPNFVRQASLMLHGVLNGYNLKVNLRKYVFKQVLRDNQFYQDLLSLQDLHGFKFNTKLLQQGAI
KVYLNQDSLIEIQNAINSMIKQHVSNNLIVNIRNYSFKPLLTIKDNIMFMLQQKYNVSIDFILQKKQIIIYGNNEQAQKC
KDHLLKSLSKSPEAQKQDLCEICYGELTEKYVLALCNHFFCKNCLYESIKAQNNPPYKCPQQSCDNLISLSDLQQILCEI
EFSKLLDQSFKRYKDQHADEYIGCLTPDCEEFFKKLTQNKEQFYYCQSCLQSFCFLCKRNAHPQISCEEAKKLFIDGKDL
DESELLKMNIKRCPKCQMGVQKNEGCLHLHCTNCENHFCWVCLHQANLSQDIYAHLRSQHGGYFQ               
>Ptet_A0CQS6_A0CQS6                                                             
MSYSNFNQEYPETKSHSDYYDQLDKLGQNQTQATRRNSLPIQLEDGEKKLKEKYILTRINELGLDQNKAIYVLENMAEEC
IRQNDENVVLHRVIQTILLMETFPKATSKQQQGHYFDQIKQLIGKVSPNFFSYLNDQKQREQQENLLGLTCNICLNELKI
QNIKLELLLKNNIRDCLQNYIIDKINNGLVEEIYCPQIHCEFKFNDDILESLLDQDNFNKLKRFRKIRKIQLDQNFIWCP
RPGCEEIVRKSKKKTLKCSCGQLICNNCNMKVHSNQPCKDQLDQDIIKSLKKFKIKKCNNCGSLIQKNDGCNQMICQYCK
NQFCWLCQQKITDKHYKYYNLFGCPGLRYSHRDPYKYPKIVRFFRFLFVLIFGPPIFLIGFIIGFIVLSFTLPAIIYMDC
VHQNKFQDYHCCKKTAYISLLSIACILLSPLSFVFVTICLILLGIFWLCYAIQMLYRWLKKK                  
>Ptet_A0BCF4_A0BCF4                                                             
MNVVFQDELENSLQLSSQSIVKANSYVYNQMLKINNGVKTYGLSSILINQNNDPENLMISELTYRSLSNDVDSRLIQEFQ
SRRHIIEPHQIQIRQPSPFQLNKQTCQICLNELSNIIIIEQCNHQFCQKCITLYLYNKIISGEVQKITCPQFGCCTVLSE
LLIKQNINQEVYLKYQRFLLIKQYEHVVNGKWCPRPDCFNFVFQQGQEKILQCSCGQQFCFDCGNPNHPNKTCQESVDQV
FAQALQNYKIQKCPNCKANILKNGGCNHMTCTKCHYDFCWLCGCRYTSIHYDWMNPCNCPGEQYQERDPYAYPKILICIR
AILKLLIYVLLSPILALAGLGMIVYGIGYLLSKTCHLCRCLKRCCQSVCN                              
>Ptet_A0CAA8_A0CAA8                                                             
MHICIICTSETDFPTKCDCHFCLLCLLNWFEEKNRDKPIEILNCPNQDCKFTYTREEILSYCSRQPYEGRIQEILLKEYL
KSQDIRPCPSGKCKYFGYIELGNKCDDELECLDCKTTWRDFALASYTFQTEQLIKNIFGIIREFCYCFITANECPNCGVL
IQRNGGCKHMTCKACAHQFCWYCKQQWGRHKESQCFGSGAISIVLLITMGINILYQLGIFYYFLYVFYPLFLLLELLTMN
VLVVGTGFGIFLLFKSILDLKNNRRRICDNLIALGGSILLLTLEYLVLWFSMAYLDITFSKAVVGFIIEISIIILMICYF
NRVGFGWISLPVLSIVLFYFLGINGVIIIIWQIPMIIGHNNFLTQVGFNVLALGLLNCLAHHQYIQYWDLQYCIIAKIPI
QVIQCLQALQHYLIFMDQYLVDLYFSYLLIKCNKNLLLMQDKPFSKLHLRWESQPPLVEPYIAILEENWYDTKDSFKQMK
QENFDEFKIPKRIGQLLMEYVQRPDNQKQNWQLELAKIFSEISDQDQLYKTLEILFKIISVQINRGLTSPLKLFRVTFQN
TDLHQIIQQAELLLVEYKMEQQALWKEAAEELVNYTQKKSGFNPKAAIIHTSSQNVSITSELAKKEGYDVYSFSQKLEQL
HQKRFQIMSQPISNREIKVFIGRKQQSPVQLQQQIQGQDDYEEVQPQKDQQLLQFLQQVAQSLIVIRRIVICIQKKEGIF
GPSQQANIAKTDIRVQFPNSVIVQAIFGPLETLKTLYDLIQDMLENSNLDFYLYTSPPPLRMTQKHLNQTFDDLNSVPNG
LFYFGVEKQTSNFYLKEQWMQCAREL                                                      
>Ptet_A0BYT3_A0BYT3                                                             
MNSNQHEQLCQFEQQKPKYQHLYLELYKSKLFEIHGPKLKQSDTLKCQQNKGEQLNGQDDPIYLNIQDSQEQEINLGLQM
KNERQICKNNKIIQRFLKNCRFKKRVQLRCRRRLDSVEMVGCLDINQNSPFIQKGFKDCQICLSYKRMRKFLSCSHEFCK
SCIVAHLKENIIRGNVLVIMCPQLSCSEQFSNPQIKDLVSHNLYEKYQRFHRRQLISKDKNVRWCPRIDCENYVIGNGNN
LLTCSCGQQICFKCGSQYHQGMSCEQAMDFQYLEARKQLEVNDCPNCSVPIEKKGGCNHMTCFKCEYEFCWVCRGKYSST
HYGIFNIFGCAIPGGQVSNIAPLRNPMLIRVMMIIPKLLLTIFLSGGLLILLPFFLIYLILSAPYRLLKRMSYFNMKNHS
KCIQFWSFQLFLFFGILLSPITIICAILISPVLLINYVIENF                                      
>Ptet_A0CX68_A0CX68                                                             
MIEQLKMAKIHLDNQFNQSSSHQAAILEEDLFDEDEIEQFRPNSLPMMSEGYGRQCAEKNIMIKILAMGFDQYYSEEILK
SIIDEDFKTLDENMILNKVISAILILNNYQNEDQTQQRKHRQELIDMLGTMSPNLMSYLGYKSNRQSQQLLTVICGICME
QIIDDRCPEMDCCHTFCLSCMKAYLIDRIVNGQVDQMICPQSDCNFQLSDAYIRQIVDPDMMQKLRRFRKIKQLQQDPDI
IWCPRVGCEETLKRSGQKKLRCKCGQQICRKCGRERHQGQTCNDQIDKDFKKTIKKLNIQKCLKCKSPIQKNDGCNHMTC
KTCKYEFCWLCRSKYSYRHYSNYNIFGCPGMQFTQRDPFKYPNLYRFIAILLILILGPPLFIVALVLGFIVLVIGLPVIF
YMNYVPYHQFEEYSCCKKTTIIIAFIIACPLLSPICFLLVILGIVVAIIVGIPYCIYLFIDWLRYG              
>Ptet_A0CYA7_A0CYA7                                                             
MSKLINCRISLQNYIPMIYYEPLLEAENETFHYYSSVVSTLLTDGEILSEGNVESKKNPFKSFQIHQQRESIIRSNHYWS
KMGDITSWIQLINKFIIFIEDINSKDDEKEQDNSKNELIKWCRLQNINIPKMILILAYNEYIIDLTQKYVSEYSVINKCC
SLDQLKLNRTVSLKKQQSMPEHSEDIQACLLRLFYKGLSIFSGHKSAGYFNYVANQKFKLCYNNLMAIIGDFPLTCIVMA
FLQKNQQYEIKYSTKIDDIMIPQLAPKAFVKEHKLQFIQRQSLHLNEITFNGIGQVLFNELWKHQSGPQLSQDCILQPNI
EMNCITVLYDPNVAKKEIIEQELNGKIKDLQNFYRNQVKEIPYENDSKFIMQAGGSMKDWIEKSAYKTFFIEGLPLDITQ
ELLQEFLQDVVISEMKLYKEGDKITARISLQDHDDLLFCLENIKEYKDNQLKVYTQQDQFEHNEEKLLFNEQYKIIITWN
LHLNKGTAIIKLNSPHLFNAEDFETIQHLTYKMNLKSVYEDEQTVLADLKQQHKDIDIKSVTIDKQLRYENNGDLQLEIQ
KLLSNIPQDKYKIDSITKQNCKRILSLIVYDRNIMEQFINLHNQIKQFRGLKVQLNVKPFYYHDYEGPIEMKQIVEEIFD
EKKLKLGQYTITSDDEFKRVKVTIECWNKQDHEQLNKEIQDAFTPKIIKSSQDFDITVIFSQSGTRFLKTQEESLQILIR
QDFINNQLFVNSSQVKYNQLAKAIKEFVSDCSKSIIQIPKNCIRLIMGNDSQGLNEIKKNFDLKSVKFNSISGELQLFGD



QKNLDAAIISISEIISSQQQQDKPINALTCNYCFDNMKNGYMLQGCGHKFCLQCIMFSIQNSLGDMTQLPIKCPQCNQGI
LLADLHILIDEPSWEKLIKLSINKYLQDHAAQIAFCLTPNCPIIHFQKIPRYTCKKCKKQYCNSCRAPYHFGQTCREFKA
GNEDSINIYMKKNDVRRCPHCKILIQRIDGCYRVTCTGCKKSICWKNKADGTPCMALFETSSECYSHLTKEHGGYW    
>Ptet_A0BUC0_A0BUC0                                                             
MQEVIDYDGLSQNLNQCPICQEQKEDNSELKCKHVFCRKCLEQYLNVKIDEGIVMQIKCPSCLYELSYDEVVSNIEKIKL
DKYAKLRTLQYGESDPTLRHCPNKQCELYVLLDSKRCQCGQEICVDCGNQYHGLSSCDELMDSIFVLDSRQEKIQRCPKC
KIVVQKEGGCNHMTCKRCEYQFCWICRRKYTQQHYNNYNYFFGCPNKQYSDDRPWKYPTLNKILPFLLLILLSPIWIFLG
VILLVGHPFSGAYFIFNRWDNDAVGRLRPVQFVMVIFFVYFIGGIVLYPFVVLYECIKILYILVSLLVSLIKRFRKF   
>Ptet_A0BFI8_A0BFI8                                                             
MLPTNKIDQGEIMLQISQREQELQNQQSSALIQFSSNPICNDNATIQISRLDQEGETIQQHSHQVETQHKEGLNDNSLEN
QNIDFDSASYSHLQVADEQNQYNTKRQELQQAVKKEDVQIQFNIATNNLQQSNSQKSISIIKFDDNSEVRNNGQTESKPI
AHYILIPVYQRKQNFQDNNPQEESDFQQLDQNPNCPICSSNFERIVRLLECEHMFCESCYKEYLEDRIKIAKIHNIPCLQ
EGCTILFSEDVIKSIVSEQKFQLYLVFKRKYEIENDPNKKWCPAKGCDRYIEKDPKTNLIQCECGQLVCFNCGQVAHQGM
LCEDAIQGDFKQALAKYCIKYCPKCKSHIQKNAGCNHMTCANCSFQFCWVCLQPYHEYHYRYWSIRGCAIWTNGRFNTTK
EVSNPDKMRRIYFLPRVFLYTFRCPVLIVKLTVKSACKSVVKPFVFLNKQLCRSSKPKFCLLACFYFLFAELLILLIVIL
VSPFFLFYQCAKEIKWLSIKGCAY                                                        
>Ptet_A0BG82_A0BG82                                                             
MQERNCPCCCCTQNENEFVTSKDCQCIYCYSCLVEQIKVKREEKCLACQQDLDFLKIFHDTKYEPQIQEILCIKYLQNSL
DVLPCPKADCKYYGIIPDDCDGNYECEKCHTIWREQNITFFNKQKLFTRVMQFFLTKQCPQCNVLIQKNGGCPQMKCQHC
RFQFCWDCNQDTVKHIQFNCMLIKSFHIMIFLSWGLQLLYTMGFFDIFTQIFGFIVHYLLICITCPLLIILPVYSIYLAF
YKKKFKEFAMVFVAILPTLHFKDFLELDWDTILSVSVFEIAVMVLVIIKKYNK                           
>Ptet_A0C1H8_A0C1H8                                                             
MSDDEDQYNYQNDSEEFNQINSWQENLKLDMVEILEMKDVMLVIMKEVQELSEILYFDEDNTFELLMHYNWNKDDITQKY
YSASEKLLTEFKANGIINDHQNVIYNGLQGCCTVCFCQEQLILLGCKHMFCESCIKQTIMQRVQKDKFLFVRCLFNGCNY
KLPFSMIRKFSNQKEFEDLLCRKFVECSRYLAYCPAVNCNKIIKPKFTSTKEVTCLCQTKFCFYCKEELHPPCPCDLVKK
WLVVLKNDQANQDWIRLNTKQCPFCKQFVERSFGCNYMLCKPPGGCANAFCYVCSKPWKPDHKDHYKCNQYVPPKDNTEL
EKDLIERCNFYSKGYLIQAAAGQKAQESLKKIRDYYIHQIFMYFGFDMHDTQFLEEVMAELIQSRVILKWSYCLSYYISH
KNQQSSKLLDHYQQLFEHACESLAISLMKMFNRIEKLNVEIHTTPMHDLKKQFMKLKDTIQNASSKCQKMRLNLESAVYQ
GDIIV                                                                           
>Ptet_A0DQV0_A0DQV0                                                             
MFFNKGEFNLDNFSCPLDECRRKLTEKTASLFIEDFQTQYDQYLKQGVIFGQNQNERMISCFNIDCNSNFIIWKDADTFV
CPNCKLQYCLKCKLKKHDGLKCMQALRLNQLSKTRILFLDTVKQSKMQQICPHCLIVVEKTGGCNFMTCKSKTCKSKKYF
CFRCGEPLKQCESASHFYNGNSFDGQCNLKLNGKWVEVDKLPENAIPCPICLNVNPLKSKIEGNLLICNSEKCSDKIYCH
CCKIQLNNKNILDHLEPHNKIIKTSIWNPIKKFFSK                                            
>Ptet_A0D9C5_A0D9C5                                                             
MGQACGKNHIHERAESIHYEKKIIRSVKAEIRSKYSKTQSIKQVCGRKEYLTLLMQPELYQELQTKLASEQDISKESIQI
VLNIFIYCNFKGEKIKNCFNLLNTNNDYKEDLKLIGIYRESSLKCHKNDSCLLCLSENIECYSLRCSHKFCKDCWDQMIE
IQLSNFIPIVKCLEYQCFERLPHLYLEQNSSYKEILVKRMLDNDRNFTWCPGFSCQNIYKLEQFSQKQKCHCGLKFCPSC
KTENHYPITCHIFNEITQFKEANQSWISLDISACPNCKRYIQKIQGCMQISCVCGNDFCVKCSLPWSPDHGQDFYNCPFA
AHNKNPSQIMNQMCQNESAISRIIFELEYYQRLLNQQNHNDYTHILRRGLNNLIKFKKFEKIVLYYTYYLNEKFGDNGFD
HSYEKYSQELKYYYRILLNQLSSVLEEVQKAEKNEMIEFNIFQNLVFQMDLNLYTQKQCLKKQIIENQQEKQQNIH    
>Ptet_A0D540_A0D540                                                             
MDEQQSCLICFSNFSKTDIQWFPNCQHSFCKQCLKTSYEQSIREQKVQLKYFACSYCNTQLVDNQWIQSIVSSDFYSQYC
ELLIKQNLIEYLIDDEILVACKNQSCSYKFMIWKFADHQKCPVCKQQHCRKCNNDHLLEITCEQALLLKEGSYIEKKKKL
QISRCPKCKILVEKTAGCSFMTCKCGTYFCYKCDEQLKKEDHYNHFQLNNCNALQNKQQENPIPKQRKKIRIISIADFIP
CFVCQGITEILIDRLIYQCNSGKCKGSCFCIRCLCQLSAQDIPDHLENTNCLQK                          
>Ptet_A0DMT6_A0DMT6                                                             
MQEDIEQYDYDGGYDYLTDSCQIEDIPSLVRTPSTNQEILELKDVMKFIDQLIGNMGELLNLDADNTYEILMFYNWNKDR
IECEYHETILEQLKKQGVFNNHQAICYPDQISMCPLCMEETQLIQLGCRHQFCKSCIQQSIAQRFTKEQFLVIPCLQYGC
KYKLPMSMIKNLTKPEDYLKIVCRKFIETNKALAYCQGVDCKKIIKPKDSSLTTVTCPCGTQFCFRCKHELHQPVPCDMA
KTWVSEITKNEANIKWIVLNTKICPFCKKPVQRSDGCNYLMCKPPGGCGNAFCYVCSNPWEPDHKDHFKCSKYVPPTNDL
EKEKEILARYNFYYERFLNSNSAVEQIQARLKQFREKHNQEIQETYEVTSLEFEFLEEALKELAQSRQVLKWTSCLGYFI
SQTNPTSSKLFDNYQKEFEHSCEQLGILCMQLFNELEKLQNLHTRQQTTLNQRKNDFYGRREQILKLQNKCYNLRRNLLK
ASENGDIMN                                                                       
>Ptet_A0BX70_A0BX70                                                             
MNYVKFQEDVDDGIEPDEHSSKIDLQELSLIIDLTQLEGFNIFQSIYAIHFKGFSRIQDAAIYLQHDETHRYVQSSNNCG
VCNKDREFHLMIDENSEKIVAKIIRIIDIIYQNQQCCVCYLMYLDKDLVHLNSEKHMICLNCFYNYLRQSIEDRKINNIK
CPHCDIPIRDIDVLEHSQELYTKYIKCHQNLEIAMNPNKAWCPTINCNSVIEFKQLSTVATCAYCQIEVCKRCKQRAHPL
QSCEENLQQVLNEWQENRDTQQCPRCKIIVEKINGCNHMTCQFCQHEWCWICGSDYTSIHYAIFNPFGCPALMPGWIRQK
DWSYVKLIIWRFICFILLIILTPMVVLVIAPILCIAKLIQTRFYRDKNCWIQACLLIFAFIIGIALIPIAIIVFAVALVP
SIIGIIVFYYDERKRLEFRHQTALSRHFQQNP                                                
>Ptet_A0BU81_A0BU81                                                             



MTRESLLNSRQEYFKSILQRLQFNNEDQNQLKIIMVQTNQKLELPNSLDLSFATSIPDKIDDQIQYLIINETIETDSQNV
EELQYQCIPGCNLVHSFLWKENMDRVDQIYEYLLKYIQEEQDVLIYCKNVNEIQLMAKALSQLGEIQVRLSPEFNEVYQK
LDQRKSIQANHIIYLLIDPQYLESECITLIIHTQYKEVIKPFIKSSVLYSDQLLSRQELIIREIPKSNSMGVQIIYNFPK
ETYVTLPPKAVKLDSHQLDNHIEQFDKSKNSAIIKGALNTTGMLLQYQKQSNLTIRISQLWSNKGDAYSWIEIIEQLGIF
INSILLNADFDKNQSIFELTQLEKWCEDNMVNLYKGILILLYVQQFSQEYNCPSINILNVGGLTAPIRRSSSMQIVQEDK
PLVDEQLKLNFPIAELREDQFYHVQEHNFKLNQCCIQSQKGRLQQHIHILALKENSIIYLHNKNRKTSVVQKELIISNVG
NAILEELWKNQGIEIAELENKYNCSIEPNVYLNLISVYSDDAVDMSELYARIEKIKENLKTQILEIKHVSGKKLIFQSGA
LISEWIREHESKEFKLVGLPPKVTEDEIKELFEDFTVITHLKLNYLENETQAQIVIEDKDDMPYIIQGYDQSEYQDRIIN
VITEQKTLKQQNVNQSKYILNVIWYSKLCTGVCVVIFNEAEQALKCVNQFNNQLLDGKEIKISQVDDVTLKFQNLSSFTT
EIDILMLCGGKKNIKYLDLQSKTLQESKEDYSQRIIHLINRNIERNEKKDVDFNHTHLIRKPGGKRIAKISISSVPTMQK
LLEILNGEKIQFGTNLVKVHCQGQYYQYHQIPNQLKPHIQKILKEHEKFNFKVNFEQGNQSKQIVQQVTIRSQNILVHQQ
LDQILTNFLQGYKVEINNNGDFLFTTFGQNKLKDFEMLDGSIHFMVDQYKKVIRVCCSQEKLNEITEYVNQITQAVVSHK
LAIPPGALKELVGLKGQGLDSLKKQFNLTQIKYKQQSKELFLEGSGQNIQDAVACIESAVSQINLEGEADINEVKQAECP
ICFDNIKHSYLLQGCGHKCCLECISLHCSSVLQDVKLFPVRCPVCNEKMILNDILQIIGKENKDSLINLALNKFVQDNNQ
NVTFCYTPGCNNFEQIQQQDKAIYCQMCLKQYCCLCKALRHPGLTCEENKIGDILLLQKLMKEQDIRKCPSCQALIQRID
GCYRVTCSVCKQSICWKNNNKGVPCMQVFKTSSECYEHLSKEHGGYW                                 
>Ptet_A0E6L7_A0E6L7                                                             
MDDYLDEEQYLGLEDEYDNSIYNNVTLLSANDLYQEFKDRLEIIKDKIGETSQVVLNILIFFNFEVKTIYEKLLLNDEFE
QIKVQLEEQGIYKESKVNINDNLICSICEQTNAQGFSLNCNHKFCKSCWNQMIEIQFSSQIPLVRCLQDQCFERLPHQFL
EQYPKYKQILIKRFMQHDDQITWCPGLNCENVFKCLNFSNSIKCPCGIKFCSKCRNEKHHPIPCDILKKVLEYQQSNDYW
AILHASKCPQCGRLIQRTEGCFHLKCLCGQHFCFKCSGPWAKDHEQSFYTCPYMNTNKNPSKYALQLKDELQSINNNIRN
IEQSVKTLKQQVKKVLLDDLLEYSEKAIQLFKTSKSFLFYKFHLMENKDVQMCEQTFQCFQEELNSCLIIIQKKVLEVQD
NESLKERTMLEYINFEDSEKKVLRNLKIKKQLIKQYIIETLIK                                     
>Ptet_A0BKW8_A0BKW8                                                             
MFLCPICYQTYDNKLAFTFPSCFDTFCKNCLKSTFEGRIKEQNVTLDIFKCPGCQKMFDQSLIQEFVSEQIFKKYCELSI
EMNSIYGLEEDEILANCLNEACREKYVIWKNAEYQKCLKCKMEYCRLCFLPQHKPERTCEEQKLLFQDKVYKDLKALLKA
CRCPKCNIMVEKTAGCNFMTCKCGTFFCNLCDIQLEKADHNTHFEGNSPFNNKCKIKVNGSWVTRPAVQQVQQVQQKQVI
QPIENPINKIPCPNCNSTNPKITALQLYDRIAHCTSVKCQSRAFCIACKKMIPQQELLNHFTNTLECKFK          
>Ptet_A0BMU3_A0BMU3                                                             
MIKQQIKDYKIPLSKSDDLLFVHGVDQEKQQNLHESQLRKSSLHDFVLQMPKEQQNRRNSHHSITFNNENQKVKLLHTKK
KILTQIAQYGYNAYMAEYIIQKQKISLDQDYQVVLDLVIEKIHQFEEQYKSCSGLQLQKTSYKQVVPISNDDQQQIDQFI
VEETRQEQERDDQANNDCCGICLGEYKNKQKALNCRHEFCCECLQSYLENKINNGQVLEIECPQQGCDNYFNDDAIKSLI
NDEYYQKFEKFKRQKLLDRDDTIRWCIRTGCDKYIKGKSMFSNTIKCECGQEMCYECRREDHPGMTCEQQEALDKYYELT
LKQLVIQRCPKCKAPIQKKEGCNHMTCYQCRFQFCWLCRARYTRMHFDSDNCFGCPDKQFSNDEPHSRPRWKKYGGIIFE
LFATVLILPIIPFILIYYSVMAPLKLVKHFNRQCYRQLDDGDKMCLLLLGIFFFPVIMVLLICPGLLLLLAYKIKYD   
>Ptet_A0BTN9_A0BTN9                                                             
MDPIKFQNFRQQLPILLQSCQEISEIFGFTLSEALILLHYYKWNDYALNEVLASQEDYDQILIKSGAKSAIQYISEKICP
ICYSNDSEINLSCGHSACKSCFELYLKEKLKLCSFINCFFLGCTLKIPYSFFEEHKVYQQSYLLRLSKDYRITVKCCNNQ
DCEYYIQNKPLENIVECLCGTIFCVKCEQGDHRLLKCQQCVEWVKLYEGSVNILNFINQGKFCPKCNQFIEKNLGCNHMT
CKKPLGCGYEFCWICMDAWSCHSKETGGYYKCNKYNDEQIEEKNKLKVDKSDEKRLIFYAIRYAGHEKGQQIALKKKRKF
LDLVQKQQVIDSFKVLLRDSYNYIIQARISLKWTYAYAYFQKKQTPMFEFGQADFERYCEILHDLLENEIYIKLKQKQSI
EQYHQKLLNNFNLTKQFQTRFLSEFSQPK                                                   
>Ptet_A0C9J1_A0C9J1                                                             
MINYFDFSDYIRKIQEMPFVDYTSQMFHITFLSFQAGASSNNQKVLKKSFYLIDQVHSAYQFKNINLKELQQIYNDYING
KRKIDFEVPDEALQDSKNSQLYCVSSLLNKYQRSAVLSQFKQDIASKQKFQGYFDQNENTDKFINQFQQSNVQMLEKNGN
KEATDSSIQNNYQQVEIQIPQIKEIYYLAIDQSKQYKQQQYEEYRNKESQKSQIFSQINKQSQIQQSTQCSICLENVQQD
KYALTACQHIYHKQCLENLINAASEFPIKCPNLECREEILRDDLENIVSSQVMDRLEKIAFNQYLLQNPNVFQCPTENCK
GVYEIEGPIQVCMICQNLFCTRCRRLYHEGICGEESFINAVQEARYRQCSQCQRWIEKTAGCNHITCKCGFQFCYLCGTV
WVRGTDCDCRNRPQQNDINVQQIPHDLNQIQQFVNQQPQRQSNSQKVDKVLNKLGLSFVKKIFRKW              
>Ptet_A0CDV3_A0CDV3                                                             
MSIYQKIRSASNEFLRDLKLNDNQQSFIIGMICGYFLQHNSECSMTALKDQIKAVQEMITNGLVKGKYFDDLASSLISNL
EKPRNFDFQQGGNGTPILNEDYDQKQNLQFEDPNEEATMALIKKLQEEDQKFAQKKQIEVEQVDCPICFSNLMEEDVMPL
ESCVHIFHVNCLKELLLQCINEKRKQLTCPEQKCGKDIALNDISHIVGKEKKDEFLNYTLNKFVDDHAADMSWCPTPDCQ
YAFVLGDDDDNNEFKCPLCKKQYCLNCRVIFHKGQTCKEYQITNTRDQNDVKFEKFVKGHKFKMCTKCKFWVEKNQGCNH
MTCRCGYEFCYVCGGKYLQCECVEKQKQQQQEFLRQQQLRIQQQRELKKQQKKSGKGRR                     
>Ptet_A0DP54_A0DP54                                                             
MNIFVQEELENSQQLSSQSIVKSNSYVYNQMVKINNGLKTYALSSILLNQNHDPENLMISELTFRSLSNDVDSKILQEFQ
IRRHIIEPHQIQIVQSSLFKPNKQACQICFNELNNIAIIEQCNHQFCQKCITLYLYNKIISGEVHKITCPQVGCSIVLSD
QQIKQNINQDVYLKYQRQFLLIKQYEHVVNGKWCPRPDCFNFVFQQGSEKLLQCVCGQQFCFDCGNPNHPNKTCQESVDQ
VFAQALQDYKIQKCPNCKANILKNGGCNHMTCTKCHYDFCWLCGCRYSSIHYDWMNPCNCPGEQYQERDPYSYPKILIFI
RAILKLVIYVLLSPILVIAGIGMLAYGLGYLLSKTCHLCRCLKRCCQTLCN                             
>Ptet_A0BWS2_A0BWS2                                                             



MECSICCDTTELLELQCSCQICQCCMLKSIDAKYYEVIEEIHCPGSCQSKHSVQGLMQNMEGLNDLMLEKYIKTTQDIRI
CPRNDCQYGGIIKNNCQQFECECGYQFKLKDENWNLRSIFLNFITIKDCPKCQRRIFKNGGCNHMTCKCQYEFCWICSQN
YKEHNKLMCSANIMMKISLLIFMLLNIVYSLRLLESFMTVVLIFVKLILFNGSLLFLYLGINELYQISKLNLECSKYYSN
GNETFKRIINQKWIMFVVLMSQFCLLCFFFYLCYQEQFIETYCHFLFSEVSIFIVLGTTLWIRSKK              
>Ptet_A0BM61_A0BM61                                                             
MFDCPICLISYDNNQAFTFPSCFHTFCINCLKSTFETRIKEQNVNLDTFKCPGCEIPFDQSLIQNFISQEIFKKYCELSI
EMNQIFGLEENEIMANCLNEACREKYIIWKDAEYQKCVKCKMEYCRLCFLPYHKDTCTCEEQKLLYQDKVYKDLKVLLKA
SRCPKCRIMVEKVAGCNFMTCKCGTYFCNLCDVQLESKDHYSHFENNSPSQDKCKIKVNGQWVSRPAVEEVKKPQIKQVI
KEPENAINSIPCPNCNSTNPNITKLQLYDRVAHCCSVKCQNRAYCIYCKKMLPSQDILNHFTNTLACKFK          
>Ptet_A0D0L3_A0D0L3                                                             
MVECSICYCNYKEEECYTLPNCLHQFCKGCLSEQLKTKILSQQIELSDFKCPQCGRLFSPEIIEHFVSPELFKKYCDFAL
QYNSIMGLEDNELLTNCLNEKCTEKFVIWKDAEYVQCPSCKMKFCRKCQLEYHADKGISCEQQKELHKDQFYIDMKKNLQ
VCKCPKCNNMCEKISGCNFMYCRCKTNFCFLCDVELTEAYHFTHWQNDDPFKSPCRVWYNGTWVDPSKVPKVEPVKQEIK
VVQVIPVEEKENKIPCPCCGNKNKDVSKLVFFDKVVQCQSVKCQNQAYCISCQKQVQVNDIISHFNQQTLLCKFK     
>Ptet_A0DM54_A0DM54                                                             
MSLKSNPYIQTLINFINQPEKIVENSERFDELITRLCQQEIDPQIEYDGSNFCCHCLEFLVENNYKNLPCGHNVHTECFK
TYLSEQPFYIESIDTYSCCKESETCSQVLITDEVSKYILGGEEFNNLRNLYTLILNRYVMDQNDNDDPFDIDELQNENGK
QAENQSLNDYDVAKQIEQQEQVEKRQNYKRATFDCAICFENYDLEQEAITLDCDHRFCRQCIKEQIYNQMDLGNFKESDL
VCPLCNHPINFYIIQNCTPDVSAKINDLRTQNLKIDSKYEKVVVCPGRGCPASYIISIYLEFPTCTNCKLQFCANGCDKA
HQGMTCEQFKQKTRAKQEKGLVNCPKCKVQIFKDGGCNHMTCRCKHEFCYVCSKPYKPKRECNCPQMTTIERFFDRVKGF
IGSK                                                                            
>Ptet_A0E805_A0E805                                                             
MEYQQTALSVDRKQNIPIEIWNQFLCKFPLCSEQYKLPADAFKEKSKFLSALMIANIFDIIISWQQLTKLDHIQKQFQQI
VDDQTQSQLIKNQFQHYISHFKVLLDELKPFDFIEIYGNQLSIEKIDIVQEYLKNKRKKIYDFLQDKDKINILFQLSIGI
VLSFYLKSESQVTKSQIDKLSRQQIVNRLLQLRTDAAVENSPQNDFILEDYVVIAISDSLNYPIHVFINDFDTKNNGLIQ
RKIHQEQNQDKAVAFLLDNVENNIYVRILASNQDILYAQNMINKKQQQQESIVNSLSQILGNILNQVMEDFCNFNKLWIL
KILQIINHGETQTLIADQQPININQQFIKYSVELFQLLKFDLTAQQEFVKNFEENLKKKEQVVENIIISQITMIREQMQV
IINDYKQLQSQVLQQSAIQTQQKSKQNLTVWIKPKDIDNDVPQNDDFDQFLQTDNQQQFTQQQVNNQNQPINNEVNNQYQ
PINNEVGGKHYPKKQNYCKSEIINKKLTTTTESQKNREGGIVNLEEMLSFQKASLIYNQSATSRKVQSEIYKSSRIQKDS
LKFTPLIKQNSQIRKQGDNNIIPEIFDQSKISEIQSEKHSVVSVEKTFKCTSCYEYKQPDEIRTLHDDHKLCNFCLESWI
KVKFNSIQWNYKYFQCPIQSSDGQTHQPCDYIIDHQQIKDALTAEEFDMLIVNTIKHGIVDIICPKQDCKANIKGIPPED
KNELLCPNCSTKICCVCKQIDHGDSQCPQRLDEIKLALQDERISCCPGCLEIYMKNEGCEHVACAKCLTEFCFGCSAYRK
PILGHGAHFHREGCLSRIPWYKDKDKKIENLDEEYLPDECEYCKQHQKACPRPISLSEFKSLAHLNFENSQM        
>Ptet_A0E6Y0_A0E6Y0                                                             
MNSNYHEQLCQFEQQKPKYQHLYLELYKSKILQIHGPKLNQSDTLKCKQNYGEQQNTQETPIYLDIQGNQEQEIKFQPNI
QEEQQIQPKQKTFSQSSKKFRRIYGFGMRRIRSKESSEDVDSLEKSDDHSLTSKGYKECQICLSFRLVHQFLPCQHEFCR
SCISELLKENIVRGNVLVILCPHSACTEQFADLQIKELVSHTLYEKYQRFYARQLISKNKNVRWCPRIDCENYVIGKGMN
LLTCTCGQQICFKCGNQYHQDMSCEQAMDAQYLQVRKELQVYDCPNCQAPIEKKGGCNHMKCYKCKYEFCWICRGKYSSI
HYGVFNIFGCAFPGGQLSTIQPLTNPMLIKIMMIIPKLLLTLLLISGLFILLPFYLLYLVISAPYRIVKRKSNFRMSKHR
KFTQFGLFLLFLQIGIMLSPITIICAILISPVLLINYIIENF                                      
>Ptet_A0C5Y5_A0C5Y5                                                             
MFNCIICTQRTNFITKCGCHFCLLCLLNWFEEKNKSKKIEIIDCPNQDCSDTYNRNEILSYCHNPPYERIFQEILFKEYL
KNDDIRPCPSVKCKSYGFIELDKVCDEELECLECGFKWRDFNQAPFIFKKEYMIKNIFGILKQFGYCLITANQCPICGIL
IQRTGGCRHMTCKACSNQFCWNCKQEWKKHKESQCSCQYLITTGLYLTLIINVFYQLGILNYLLYIFNLSVWMFEIFIIQ
VIIIGTLAGIIFFFKSLFDLKSRKRPVRSVLKELGGSTILLTIEYLVLWFSTVFFQITLHKAFIGFLLEFLVCIYMFGFN
AKVRVGYKCIFSIIMGLCLVGIFGLNGLAILIWLVRYIIPVEYIHTQINFSAIALGVLILLNISNLLELLYSKLAYFLLG
STILNYKQGDKDNYLALLSILAISYVYDIL                                                  
>Ptet_A0CBB0_A0CBB0                                                             
MGDEIYNYDDEYDSIQIEKQYSLQGVEILDIKDVIQEIEQDVQDLKEKLYFNEDNTYELLMHYNWNKEDITTNYFNNQEA
LLAELRMKGIVNNHDGITFNGVKGCCSVCFFEGNLIELGCTHRFCESCISQTIKQRVLQDKFLVVRCLQNGCNYRLPFSM
IRKYSNAHEFENLLCRRFVDCSRYLAYCTGVDCNKILKPQCSSVKEVTCVCQNKFCFYCKEDLHPPCPCDLVKKWVAEIK
KDEANVRWIVVNTKSCPFCKKPVERSEGCNYMMCKPPGGCGKAFCYICSQPWEPDHKDHFKCNKYVAPTANIEKEKEVLQ
RYNFYYERFLNSQAAKEKAMQRLKQIKEQYIISIFKHYQFTYQDSQFLEEVMKELIQSRVVLKWSYCIGYYISKTNQQSA
KLFDHYQEIFEHACETLAISLIKLFDEIEKLDHKQSDKPIHEQKKDFIEKKEKIQNASSKCCKMRQNLETAIYQGEIYM 
>Tthe_XP_001013964                                                              
MSDYDYDCDQTYQYDDDDDDDEYEYDEEEEQKDMDFFADISKEQDQQLLACKNKIFQCQQMDTFVKQVIDDIASIAEQND
ISKGRAFMLLSFNSYNSKKCADIPDEIMYDIYYSESKELIAAKNSKECLLCFDELTNANRYALYCNHYFCTSCFQQYVKT
CFKEGIEILFKKCPMDGCKERLGFDEFKKFLSSEQEQKVIFKFILKDILQKNKLILTCPHPNCDYISYNTSKKHFLNQQL
NIKCQCGGYFCNLCYEDAHLPCTCQMLGKWIKLITGQTDSGMDQMWLSLNTKKCPRCQVLIEKNKGCMHMHCTNCKFHFC
WLCLGEYVNHNDFYSCNKYKEETNSKLTQDEKNLKRYTFYSDRFKDHIEAVKLTTKEAKENITQFKFQLLNSIIIEEKFL
DFYQAAYEVLIANIKQNLKKIEAKKATAYTYPIGYYIEDNKIEFFEFQQGQVESQLNIFEDLLAYKSYLSFSSIKKDINS
QFTKYKQDVEQKTNQVLDYLNKMLLDFRNEMPQIQRAKSNRPKAPSLQKQISKTKQQKFSCEKCKIKPAENDFGFCKKCY



DSLPQQR                                                                         
>Tthe_XP_001023544                                                              
MQKSKSQNIKNILQNLSSIRGESLYQSFLLGTAFVRYNLSEQALQELTQGFEQFVQLTKQMQRTDLIEELYSHILEGKQP
QPIKTIELLTEKIFQQDSQIQMKQDFNKNEEELFQSMMQEEQRQELERQKQDELLARLAAQEMEEEERKVLDSYKKIQNE
DEQSWKCEICLELMTDSQFWPLQCRHQFHRDCLQQYFNVKIKDRSFPLKCPNDNCKQDVDYSDIKEILTKQEFQKYEEFS
LNNYIDSNLEEISWCPSAGCKYAFVLEENQTLLICPLCRKKFCLTCKCEFHKNQTCKEYQISNTYNEQDKRFEQFVRGQK
FKQCINCKMWVEKNQGCDHMTCRCGCQFCYKCGGPYQKCACYGYNN                                  
>Tthe_XP_001027918                                                              
MERQQDVDSLKLPLLHPLLDEQDVQDEAGYQQLQMQQNEEQLFRILNNIQDNQNRIQKLGIYQQQNDNQERNFDESYYQD
QKDFAQKRLFIRDSLDLYEKQQTKTITLEANLQEQAIEINKSQIELIFSLVEFGYRLEEAVIITDSSKAAALQDVFEFLD
QNPDIKLHAFQEDNHFKPFQSFGVSQKIELCKECNQLQNEHQYILTSQVNENDKQIDSFSTYFRLSDENKILESTQQINF
IRENSQGITQFINVDIEDYQNARRLRKLQPKTDKQCQICYEDMELKDIIYFEGQYHDICQSCFQIFLKESIKEGKVLNLS
CPHCSEKLTYKFIQKILDRSTFTKYRQFLLDQLLQLDPLMRWCPNVKCGQSIKLNKGYKRKEQCTQCQSLICTECNREYH
KGSCNSVFRKEIKKWEDSSDVQRCEICKTVVAKISGCNHMTCKVCGYEWCWLCDPWQDGSQHFINY              
>Tthe_XP_001029661                                                              
MQHQDLIVTIRPAHNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNPNP
NPNPNPNPNPNPNPNPQPQPQPQPQPQPQPQPQPQPQPQPQPPQPQPQPQKKQQIQLIIYLFIKIQKKVLFTFQQHICVC
LCMYVSQVLIVKEICYESQLINNIKSINKKGYKKYISNQLNHIINKNNKQIEMSDGEDYNEDDYYEGEEEYYDDGGNIEE
EHNDNLELPSQLVKKQSSVATHKNVEFVLKNEIISRIEKSIEAVQNEQGISSGRALFLLKACKYNVQDTQNIPHKIMDDI
YFSETKEATENKNKNTCLQCQKELDKTAFNLECSHRYCMQCAENYITEQFKHQEDENRVCCKCPFASCKERFGFQDFKKL
LDEQAFKDYCKFLEDDALKIADYIIRCPSSDCMYVIVQIDQLSLKQSAKSMRCQCRTLFCSSCGSNAHEPLKCSTVKIFN
QLEQEQNQIRTLKEKENLYVNKKKTFEYSSFSHSSDFCPNGCPKFLVEKKDNPKVKQCPFCEGNFCIDCKQLYPCKCVEK
EESKESMMEAENDNQKSNEKQVELPTVVDYILPLMNTFTACKDNLLYVKVAKRKISAYLQNTLKFVSEKGKYESELNFVH
SSLDVLEDLLLFIGHANLFIKIGASSKGDLLKFQLDELQNQYEQLKEALTKDYNQFYKDLKPDDIFGARFQNLKEQVLAI
CTKVNRNQSSCASDFIGVNLNDGNFEAYFKIYQKESPQALATIKKEQERIDSENKARNSKFGMMGFGDFGGDMMRGGRMH
QYGGGHDYHPRGGGYQNRGMPRQKQQQDSDDDEDHYPRGGRQHMQSNMDDSDDDADKIYSQIMETPQQKLLKLLSLVQLK
FPRYFEEVRKQKTYIDAFNKLEELKKKDEPIYKSDNILVILPKGIRIINHAYVMNLEQENIQNNKVLQEIINQYKDIFKA
FDDKMSKIKEVTPWNAQFFDYFEFLIMNEYKKLKPNEEAQVEETCIACKKPLYPLDDEQFATKILSSSKNISDTDVIIIQ
DCQHPIHVGCYKPLVTPQVYYKCPCSLEYFRPIGKSIQAFVKDQEDYQYVEIIYRIPNQTINNVQIKAQNIIAYLYPYDE
TQSQLIYNCYNCYVEAFNRGITFDFSEDGKVQFRIYHQTVAPPRFKQLIQDDRESMYELKKQLENFNIKPNF        
>Tthe_XP_001025236                                                              
MSDYGDYDDNYYDQEDYGDHDEHDYHYEEEEKKASDQKLTFGQSHQLRLVKDYLFCNEIKENIKTIQDTLGISSGKALWL
FQKVNYDLNLAQNPTQKLIDEVYSSAKQAKKTSECILCCDDRNLYSLECNHEFCSNCWSQYLEAGIKQGCEFALIKKCPM
DKCKQIVDLDVFKKFLKDSSYKLFETFLCQDFMARNKKATCCPGKKCQNIIILNSYKGSLQSFDEAFFNVSCDCTYSFCS
LCRDEAHRPLNCQKMKEWSSLVGGKTSETIDQLWIKLNTKKCPKCKVDIEKNQGCMHMTCRKCTYEFCWLCMGDWKNHVD
CNKYSEIHKKEQDQIKQQSEEELKRFTFFSERFINHKKSIEFAIRKKFEIEKIYNDINTKLDTVINFDFLTEALLTIIEC
RRAVAFSYPLAYYISISKRNLVEFLQKDLENNLERLDHKTDQKIYEFLNEKQRMMENEFYDFQRDVKKLTLTLNKYFGNM
IDSFEKEMPELSKVSSYKEIPTWTCDYCGVPNQIDHIFCESCFIERK                                 
>Tthe_XP_001023466                                                              
MHQQQNRKANKVEIKKSIRKKILKKNQTKIKFHSISLNNQSSYQIKLMKKQGKIKGKIQKREPIAFECLICSSSYKHNLD
DLNSNYQNQICFHFRKKICPNCLDQWMSQQIQDQGSLNYNALKIKCPINTCNQLFLFNLFKQVFNMKIFPITTQQLLNHY
CRQQYDIVSCPNSTCSYRGIVNNQKCTEPFQCSLCQHQWSEHSQNSFKNLKELKSNLYKYFFTKNCPTCNAHIQKNGGCN
NMTCRKCQTGFCWLCLNPHGKHPASCGIKQAAKCLLLYTPVIYFYKKFQFLKLLKNYNPIKKCEKWYDFLLYPFKCVGVG
FRFGTYYAFCISSFFLAYTAGLSLLRMSSAIILKIQNTINSYHGKPQIVQQINVPRQQFRQQSTLNIATAGCLVSGLISY
YYGNKTEYKIFLGVNFLYLSFISSIIVGTSI                                                 
>Tthe_XP_001021487                                                              
MFTQKAKIAKVQKHFQIQQKINKFKKFSFFLEVNSLMPDIPDERYLDYIEQTPKRIAHYYFNELVNLLQDREQKEQQQIK
DQQIILTLVELGYNEANYLAILKEKKNQFSNLSPSECVQLIIQAIEEKQKESQPKLEIKQINLNIQVEKSFSMSNKKHQD
IKSISSDSQSDEDEDEVSEMESYSEALFTLKNVLAQKKKVNLSEQQQQQQQNANVEGKFKTCDICCNEKLENQFYVRETC
SHEICKACILDYLNYKIDNSQVEQIKCFNCNCKEYFSSSEVESIMQGFDAKIQKYHRILNRNKILKNPNNKFCTKPDCEG
YITLDSSSSQPFQLCNICQTEICVKCFSQWHPRVSCSQNMEKNIQKYIEKNVVQLCPNCKIKIEKMTGCNHITCSFCKHE
WCWLCKSKYSRSHFEKFNPIGCPGFYKQKQDWPIYKIYLYRFFCLIFWIFYCLAIPLLFFFYISFRYSCLFIKKKRYTQG
CKKILYFSFGAVWFLLGPVLFPFQLIYYLYTIIMKNCKCCKKPKILHTIQRPRNSLLFNLSDQRSIHQVREIVNVQRRSL
LVTNQQRSGSIQNSDQRSIHNASVLQQLQRFQQANPYQINRPYQSNINQNNLQNQDEREVEERQDSPYPAFSHFSPQRSA
VNINIPRFSQSPQKLTIKNFGQKPVPIENNSENKETESNQKKNQSPNIIQKKRERRRPQSLIGIKSIKTMDWKNQKFSSI
QEDNENQSNHQLPVAPKSSMILEKNKTIKVIHQVKSTQDLQLQ                                     
>Tthe_XP_001015605                                                              
MQQAQFSQQQQIQQQQQQQQPQQQQQQLQTNLQPTMQNVQNSQYNQSPYIGVELPHLYLKKAKPFSQISTTATPQTNSSF
AHQFPSPALLANANSINKNSSSNSACIQIQKLESTPTPQLFKQISTTPLLLSQTSQSASVPLVNLTPPKSHTKEQSKFKG
NVKESDVKMKKKGSKSKKQEESAGTSKRVPIMQQVGRGKSQPITANYQIEQTAKQNFNIHRSPLTPNFLSNQLIEADLFS
KKGNKSVKKGSPSNKNQNKNYQTMQAPAFSNNMQGGMIELALKNKSTQKKQSKNNFLDDKLQDDQKTLESKQSYLLNYEH
QESVAQFLPSFNGMKTPFSQQFQSQKHIQQHQSVQQQQQQNMPPQIYQQIQTKYAEPQDYNLYQKTSYNNFQINPAHVSL



QQYQLKQPNQFSQYQSIIPNYFESQQQFKEVNLLTSSVSSNSSGQMANQSENQQSTAQNSEKKLNAKNNSQIFNTINLQA
NKNLITSQNQSKKSNKKNSLAKSQTFYKNTNQQQQGIYNQNRLQNPQENYLYYLEQNNDKHEVKEEEDEEEEEEEEEDDD
EEEEVIDQIKQQQQQFMHENNNNHQINKQNKWTHLFIGQTNKQSANKQIHQYNSDDFQEEDEHENQLQNIRFYSEKNFPL
YYDQHLYQLYQQGQNITINPNQNGNQVYEITEGEDDEDDDEEEEEEEEEDEEEETEENNEQEEQEVSEEDQDEDDVDYDD
ESQSRVKNKINKNRLFEDDVENQFQSSDFDAQKNDMKMYNQAEYQQTRINMGSKNNLSVDKINSLTQVNTSNYDQMKSLI
SPKSRVSSYQQFSTLKFQKSNSNNNQMRSNTSLGEDGNNQIELEMDDEEDSHLTSFANNKNPSNIPNLVNKQTKFKKKSN
TISSRGSYVSEQEQMQEGNKIMQKNPSQFLQTSQGIQQNQNFNLPVTIRNNSKKKSKTANFQPQHQILYQNFNKDAFQAG
VEINNEYFQGNQVGSIIFAQQQQQVQFNNCNQYKFNIQNVNIQHPGNVSQIIDNQKILFKNNNQNENMKVNQSDINLQHQ
IKGFDQIYEVNDVNNSIIEKQVPEPPPPAGSQYSKHEIQQVNNIINYTHKNSFSSSASKVNTNQNSLKNLEQNNNNNNSK
RGSFYTLQSASNNNNQIIDAKSKVKLMHLSSAEVTPQGSQLGNTPQKGIINLNNFTISPRLYGNDQINNTQITQSILFIP
QQFNQLKRDQFFLEDQQDNLKSYLANKNKQQLKKKQSDDTTSITNHLSNSPNNNNNNNNTQNIQVQQKLQSQNKKSKKHK
QSKSCVKICMSTVLLDNNTNNDDNKNTKQRVYSQQPYLEDPQIKKKWVLSRASKMQIDPRLANQLIEEINLYQHSKEVIL
EKLIQSILSYQTLKGKLKKKDNNNEVSVVQAAKNRTTQIFRSVSQLFTSTSNSNPSQQEIQQKMMQRMVNNGTQAAVATT
LNNRTTTNDNQVTCEQEDCTRYEKDYIQENNSYEDEKKAYAKNTQVHNYKDIIQTTMATTTAAGQLSVYNNNSHIHSINN
LPNSFISKKANYLKGTSNDKNNTINTLSSINNLPSASNQALKAISNVSYNNAVNHSTCPNSVNIISDNNIPGAIINGSIC
SSSNIQLVQQNSQQVSLFSPNQKDKTIRIKKSNKNINQFDMSNNQQQSIILEQDGQKHKKVNAPISYQQIGSDKQAQHKK
KEISKHHNFNTKMMDLSSISVSIDPIHAIVTPKLPNNSKKSLISSQINANKESKSLEYKQNPQTISAYVQAVLPSQQSSK
LAEFQINQREQSFSFNNQNICPICQHETQLFALNYKCEHKFCMYCIRFKLRSEHLKPYISQEMFDKFKALRKIVFKRMNP
NVRYCTRADCDGYMIGDEEHPKLTCKKCFQEVCFHCCNNWHQGLRCDQAILEEETEDAQKEIGKQTCPMCNSKLNILQQI
DGVQYSNKIMCSACNKPFCNLCRRQCGQFHFAPWNICYGCPGQKYSLEEPQCCEKFCIFLWGVMKLMMYIFLSVIGLALY
PFIVAIVSLFMPLIIYAYFKGNRLQYSGFKKYLLLFSLFLLGIILYPVWLLITFIPGTCLFFKDMYQEKRLYGNEIDASQ
VNQ                                                                             
>Tthe_XP_001009638                                                              
MEDQPNEEDKENQEIQFGQQSQQPVLTDKVRSLSQGNIYDKNQKSNQENITILSQSNIFERDEEEEIKQNIFYHENQDDT
IFKKKWAFNQLQKMGFDENNIIFCLERTENIQNLSKFEILEIAANNIPDEMQIFEINENMQDIRNIIDKAKEIYQFGMDK
LVEWRTQSSCLHNHNYENDQSIVKINLNKDLFGSSLIVSSENTQQQVLECAICCQEYTISKKRPLLNCDHQFCSDCLKQY
ILNKINCCQVLHILCPQEGCDQEYNEKQIGEILNDDYQKERYIKFKQRQQLQLDPDIRWCIRPGCNNAIKGQKNDPKLKC
SECNMMICYFCTNQWHEGQTCEQAIDQEYNQMAKNFKVKYCPQCKTKIQKNDGCNHMTCTRCNYEFCWLCTKQYRAGHYS
SLNFRGCPGLMYSHRIPPCFKLLVFMKIFFKYFGFLLLGGITLALLPLILVLLSISVPNIIYFMIKKDYYLYTNCCSEIF
KVFILIIIGLCTFPINFVMAIFPGSVVLIVLCITG                                             
>Tthe_XP_977225                                                                 
MSQEENKYEMILESNSKEHLFNLSQDSEADDEEDYEADIDISENNQKDIVVVHKTYEYIEKYFEDLIKETMKEYSIPFGR
ALLLLSRNSYDHKKLQISTDEKLTDLIYPKIPQNIKDLANKNECLLCFDSLEEDNRYSLACQHYFCKDCFSQYIQEVFKE
GQFCIFKTCPLDGCLERLGMEDFKQFLSEEKYNLYKRFLIKDAFGQSETILSCPQPNCPYVQMSVKDRMIKVNQQNITCL
CNHEYCNQCKEIGHYPCCCGDFRKWLSKIESQGASANLNDEWFIMNTKPCPKCKIFIEKNQGCMHMTCKQCQHHFCWICL
GDWKGHNDYYNCSKFDQEKLNELQREKIELSHFKFHQGQYSHHLSNIQVMKKEIDEIMNYLNDVNRRLLLSNQKTLELDI
VNKFCQQILNKQKLKFFNDLIEDYVRIIEDFNSSLSNLKDIEDKENEIKDKIIIKKSFYQFKDSLSRKLGSCSNYIDQKL
KQFTEDLDNFEKIKEQNSEKIVPVKSEIIFQNIQQMKQQQQINKEEQLKKKNILSAIEEKIEVEKEEAKQATIQKQEDNN
KDLNKKRKVQFSDSLDQEEIDLGNSLKKKLKSNECLEEIPSKKEINSTENNAFQSQSVLIYRCISENAPLTCFDCGENPA
TNEYGVCDACFDSLNN                                                                
>Tthe_XP_001033174                                                              
MNLTSNQQSFSKIIKLINQSGKNKKENYSQKGQGMSQEEEYYEDEDYFANCGDDGQYDDNEEYYEEEKVQQDDSQKIYLA
CENRLYQNEAIEQIAKENGISEGCAFLIMQANNYDKNKQDNIPNHLIDTIFYQESNDLVACKDNKECLLCFDDITQNKGY
SLYCKHYFCMSCFKEYVKACLQEGSSILQKKCPMVGCQERLGLSDIFLFLTQPRERNLICKFLLNDILQHNKLLVQCPHS
ECDNILDFGNNVIVQGKQLNLKCKCSKGYFCSSCKEDAHLPCSCSMLKTWMELIQGKNQDSLNTIWFQLNTKPCPRCKVL
IEKNQGCMHMNCKNCNFHFCWLCLGEYVNHEDFYSCNKYKKDDAKDLSKEQQTLKKYEFYTERFKDHLNAAKYTQKESQN
QIDNLKLNMKETFKEDKKIEEEIQFYVSAYDILIEAKKCISYTYPIGYYIEQHKLGYFEFLQGELEKNIEPFEQKLNKVK
FQELFSNDNENQKFFQYKAEIIQHTSIIKKYLTNMLRDLGEELPDLDIKQMKMKSKAYSKLSKKYSQIPHQENIKAEAHL
ETDYPILMCDDCKINPIQNDYGLCNACLNSRYEN                                              
>Tthe_XP_001032217                                                              
MNSVNQLISTQYVSVGSTNKNTLKALPAKQKQKLQTFTIGDDNGYIYIFEYQKNEHVLVSKSAQSGKEINHVQLGYSQQS
ENDRIFYSTGTSIKAMSRKGKEVFKGESKSSDLITKFQVEGNSIWGAGKYLFTEFDIQSESQMRDKYDYLSNELINCMYS
SNIIEGNKIQSVLACGDNTLRVVQDDTEVMKYNLTSLVNHMKPYSTQYQLIQSKTQAPKTYLCATNDGELIMLDMQLTKF
RNQPTLLWQLKNSESGINLFDSFDFYGKGNSDLLVSYEDSTIELLQCNINGELEVAARKTVEEQVTSVEGGYFTQQGVSE
FLISTFSGRVLGIQETNQKFASQTQIGSSSKTDLSTVEQDKVKNNALAHLLKKLLIFLQNQIKIQKLKDDIQNLEKLADE
LQKKCVSEDGHVALVNEVNIKIDYKLTINSSDASYNLNLSCQYPFELIALQSNLKLEIIDVDNKGAIKSISPEDPSNESL
FLATYRMPEQNIQKIEFKLRTYEGKSGDIKVHIITSPYPMNCQVINVPIKPLSLHVRTNEIPNSEMPMNDLTFIGEFQAK
EIHYYVQEMIPDIPVLNHDEEVKYIFKSSLVGSYLVCTYNKGKAVFQSDSVSTIAIVKDFINNQLNQRGTVVSVKWNIND
KSIPHMIELLKPLFEDHKSQTIKLKIVPALKELKLQVKLEINQINQIYYLNKKDEEIDFMTPEMKQILQNSEQILKDYGN
LPQKIEYLKGIVSDLQFQSKFEEFYYKIFSQKRVFDRATLKELDDPSNKIDTIIQYLEKYDYDRFRQFMEIAAISIYLSI
YLSIYFIYKEDQSEALLKIGFVTDFIKNKFQQVSFLFGLSFYARIEQLFVRFQNDEIQDILNYFKQILSLQMIPEEQKQI
ETVCQWLQKMISFLEKQQMENFENYIQFYNQVFYQDVFEEYANRKDQTLVEESLSFASSLYIQKWAVGMENINNEIVKEG



LKYLQSDLEEYLKLNDEMKIYYLAEVYSLSIRFFLDLQDEVQVYNKKKSSITQDYERNNDLSLNLIYNPTTDSFRICYEE
NYKGQYQQYQYYYKYNRYLNKEIKNCQDIINCVKEKSINEINERLKDLQNEIYKYESQIEERKKEIEDGISQYNNYQVLE
KQLEQEIQQLKQNREQLNMMLIQQQYKDEAALKQQMEREKIEQQQRKARLAYELDCQQRQIKGQNLNQYYISNYDINTSL
RQPQMQANYEYDDCLATTNIVKKFYCEVCTVTYELNKQIYFSCCGKKYCKDCVIRHFESTQIIQDKRKLVCFCGQELENI
NQFLDLQIITEKVMKIFQLELKQCVSSKCNYKFYVKNKNAATVTCPACKTVHCTGCFKESHSKDSLLCGEQIKNFETAID
LHINYIQQQIDQQNAQPNANDQQVQNRIVELEKEKRFRICPYCYNLLLKDDHCEHIKCPECKKDLCFTCACLRIPTMAHD
NQFHRRECSYADKRNLANIKFEQKCEECVRNQKVCEVPSDFQDYCQDVVIAKLGQQFFDRYPQNWQIQQF          
>Tthe_XP_001031652                                                              
MSISDISRSSNNEILNQFKKSRISDSYFVQKQNSQEQDSIYCAVHMECLIAQYENCIKEGQISQQHLKCPQEDCNTPIPY
FMIKNLLSPQVFEMYERLSFASYETSITSNEIGITCPQKDCNARFSIWKGAFYTKCPLCNYEFCTECKYAKHSGISCEQY
KEQNIQSKEDLAFFQMMKINKWKQCPVCKSVVKKTCFCYLCCDVLNEEDHYIHYIDKNPYKDNCVTMQLKKEIENIPDTN
PKEELVKNIECPGCQTKDRSLCEVISNFNYQICYCQSYKCKQFFCLNCNKKFKDGDRAADHFLKNSCKKSGFQNNCQIF 
>Tthe_XP_001030795                                                              
MIQGDSSSALIPSCHICMIELSHQRQFVKVCQDQNEICDDCLDSWISSQLSLKSTNSQREFIFMKCPFSTCKKLFDLESF
LSKVDINKLPKTSNELFKNYCRETNSITNCPNAFCKNIGFINSEQTCRQNLQCDVCLYTWKLPSQKHLIEQIFNCISIFQ
SQNSQPGSQDKGEQVRKIVIDKYEELKTLIYKLIFSKSCTKCGISISRNGGCKQMRCEKCYHHFCWDCGQTINFRHQSVK
CSVLQTIKISLLLSPVFAIYYKLGFFSFLKGISFTSILSQPNTVNLGCKLPQKMLGLIGLFIRIFFYHSPIKIIHQILLN
IHKNFPNLMQNNILFAQLFQQKISKLKEEEEQGSNLYQRQKYIQILKWVLLLLGNGILLKQFGKGKEVLGILGIESLLSI
FLITNHIV                                                                        
>Tthe_XP_001030351                                                              
MVKTQNRKTSIQFPISRSESSSDKNTSFALNFKFSLKCKSENDIITKNQLISQKNSDIIFFSNQEIFIKQKIGSTSNLEF
NSNQLIKSQLCINFNDDLKFKDGNEEKFFTFQKQDQLHSKIQGFFQNTDVNFQIGETYLSDSYDTLEAVSQYLNYDYCQE
TSILQDTHTNKRLECNQQRCSISLNTDSLEESKENLHSSANKIQDAQNDQLLDYQAQDEDDTSSNKSYFSFHPKITKWKV
ENWSLDPKFEKSNSKQLENVNNEQKKQLESSKTILSKVFKFFTFNNKPKSEQQINVNVGSDDSFYSFSQKKQNQKEGNII
QDEDQSQQFSEDLEWLDYQLGLMRDPNKQNKSQVFELQQVLESNQKITNENSSEQLNIRSKNQQENSFSQINIKTEKIHS
DGQNLLVQAPSYNPIENLFIKSQHSQDYISAQSHLSEEEQLVQQKIFICNQNTIKEETLTAFQSRIFNQLQSVSKNVNID
LVELIKNWKSQNYEETYLQSFAQHGSKSNLKSKLDQLMQTIKFGKNWLQKKSYCQICTNPYTISQLQDSHYQMKCKHQFC
KNCYTSYMLNCLQTGKKFLEFKCPQEGCQITAEYQDLTFFFSLKQVKTLINQAISDILNTHNSYSKCPSPNCDMVQRIAD
TNQLENAKQVNEKVQKSVYCSSCFQNYCNICKQQSHLPLTCEQFNQLEQSLQLDNTWIIKNTKNCPQCFSNIEKNQGCSH
MKCLCCQYEFCWECLSKYSFSHECNIKDQVDNFKLISLQRQTYFQNYVKSSEFTFNLKSLISRCLYFQHQLSFDNEFENT
FESVVEIIKAYKKLQTWSQIYSNQNLLLFISNKNEEKITDLMDQQDNIFKDIQQILKSLNLNFDRLSSNKFNNVDLKILI
FQLNQMETQLLDTIKKACLLNSQNIQSPQLYCLP                                              
>Tthe_XP_001030332                                                              
MSNKNMIQSMVSNLQEFSDTMTKSGFICGLDSDTENIQQHIEMIKQVCQNNNLEYEEDQQMNDRRQKSDKKLENSKNNEE
YIDATPPLNDINLNQHTDEQDNQDQQKGNKSSKGNFYLQGQGKKSKPDQRQSDCNDSNGIKQIIYNIRFVYQFYFKFCQK
SKNDPNKSQKESNSRTDYDNEVDDQNSDFDVQQYMKQFQNYDEDEQKTLELIRQLQQEEEQDQNMKNNEDDDIECPICMC
ELYTESVLALENCDHIQDRKAQILCPDEKCKTEILVDDFKQLLGKEVYENYIQYSLQSYVDEHGDEMSWCPTPDCKYVFA
YDENEDDGFFKCLMWMSCKEYEITNKKDENDAKFEKFVKGKKFKQCIKCKFWVEKNQGCDHMTCRCKYEFCYKCGGKYRE
CECVEKFKQQQERLQQRRLARQQQKAQKKPRAASRGARGRRGQK                                    
>Tthe_XP_001029534                                                              
MSVEVSQNFEINDLKQMFVSVSLAEEDRELLAFLAGTQYAYGKVERSSLSGLIAQISDLLQISQQKGQNEIKQELFASLV
NNTQQEPIRYIEDLSKSINQQNMSINNSESNQNQDEKSFQDDENVEEEEKQKEVNDNQDKLNDITFNEKQNNYYMCNICF
DQTESEQFYYLDCNHVSHQQCLENYLKKQINSDNFWIQCPHTDCCYQIPQHILSEVLNKEEFEAYELKSLTAFFSQDQAL
MKSCPTQNCEFTFPNEDNLTKLDCPFCNKIYCLVCNCLFHENLTCEEYQMSLNSSQSKDKISDKNQDISTQNTKIDTEQI
QMEINQIQELKDDDDWDCEICYENMISQEYMSLICDHIFHKNCLAKYFTSQINEKKFPLKCPNSNCIIPIVQQDLRQVLN
KIEIQRYEKFSLQNYIDSNADEISWCPTPNCEFAFITEKDQNYLNCPKCNKSYCLNCKCDFHVGQTCQEYKISNNFSEDD
QKFEQFVAGQKFKQCSKCKMWVEKNQGCDHMTCRCGYQFCYKCGGVYLQCQCSQYIRNPFQFQSRFLLNPNNDNNSQRYF
NFNQNIEQLKQNQQF                                                                 
>Tthe_XP_001029532                                                              
MSVEVIQNFEINDLKQMLVFISLAEEGREQFEFLAGTRYAYSQVSQQNGQNEIKQELFASLINKASQKPFRYIEELSKSI
NQQKISINNSESNQNQDKKSVQDDENEEEEEKQKDIKDNKDKSNEIPFNERYNTYYMCNICFDQTVSEQFFCLDCNHVFH
QECLEDYLKKQINSDNFLIKCPCTDCCYQIPYQILSEVLNKDELEAYELKSLTTFLSQNQAQLLKDKISDKNQNISSYNT
KIDTEQKQSEINQIQALDVEDNWVCEICYENMISQDYMSLNCDHIFHKNCLAKYFTSQINEKKFPLKCPNSNCIFPIEQQ
DLREVLNEIEIQRYEKFSLQNYIDSNADEISWCPTPNCEFAFIIEKDQNQLSCPKCNKSYCLNCKCDFHFGQTCQEYKIS
YNFSEDDQKFEQFVIGQKFKKCSKCKMWVEKNQGCDHMTCRCGYQFCYKCGGVYLQCQCYRDLFFPSITSTFLQDIDNYN
NSENQFNFNQNNRLSNNQQNRQQQNIFQYQMNNSSRANNFEQLNNNRNHINPNQMNINQFQTSNTLNNSLNSQDQIINQN
RDNNDFDDFISQNELFYFNRDHNNQNQNIYDSRNRLHQNLRNQLQIVSNQNNQMGFNTNEISQIQKNTLTQQNKKNKTKS
SNNISLQSNEVLKFIKYQDSNNNNNNNDTLIPEFMVGWCIRIIIIVFLIIILS                           
>Tthe_XP_001027223                                                              
MGVQVIQNFEINDLKQMFVSVSLAEEDRELIAFLAGAQYAYGKVERSSLSGLIAQIAQLIQISQQNGQNEIKQEIFASLV
NNAQQEPFRYIEELSKNRNQSKISINNTELNQNQDKKYAQDEIEEEEEEEKEVYDNKNKLNQFEYQLNKMTFNERQNTYC
NCNICFDLKVSEQFFYLDCNHVFHNQCFHDYLQLQINSDNFLIKCPHNDCCYQIPQRILNEVLNKEELEALELKSITSFL



SQNQVQIKQCPTLNCEFTFSNEDNLTKLDCPYCNKIYCLACNCLFHDNLTCEEYQMSLNSSQSKDKMSEAQNKNQNISAQ
KPKISNEQIQTEIKEVQQGLDNENDWVCEICYENMTSKDYIPLLCDHIFHKNCLAQYFTTQINEKKFPLKCPNSNCTLPI
NQQDLREVLNEIEIQRYEKFSLQNYIDSNADEISWCPTPNCEYAFIIEKDQNQLNCPKCNKSYCLNCKCDYHNGQTCQEY
KISNNFTEEDQKFEQFVAGQKFKQCSKCKMWVEKNQGCDHMTCRCGYQFCYKCGGVYLQCNCSQGYRQLLPFSNLFRQPI
PTFLYNLNDNDDYSNDSSLDDFIFNQSKFATNYQNGLRQNTSQYSTINDDSFELQINNHKQINENEIQIKNTQSNSLNTQ
NQMVNYNRKYQNRNNSTQYQLLKYLQRENRKRNNQNQNRDDDNNNNDNNNNQDGFRDHNDQSQNKDDNNNQNKLINQKRP
YYKNRNHNDQNQKRDDNNDKSNNHQDDSIYQRTTYYKDRNYSDQNYYRDNNNNNNNQGDFICQRNPYYQNIDHSEQNYGS
DNNYQDYFFNEQRPYYSNKYQSYQNQNKLGQNKQLNQRSYQQNQMNFQNINQNNQSFINAQNKPENSLKKNVNNKSKSSN
NQPFKSNKIPNLTKYQVLNNNKNSIKNNKNSNNNNNNNNE                                        
>Tthe_XP_001027007                                                              
MIFDDEIIEEKYDPRKLPSMIPSYHHDQKPANSLKANEINKSQQIQKGSSVQIKFKINNSIGLDYKVSEQTHVTNITENE
EQHPFNQLTLYQQRIPFSYKRSNSLENFDSKLVEVLQSAQEKHAQKIRSIKVNQNLLQSIHLAQSQTLDYCMNCIHNHTD
QNNQSDKNTQHKEVDQQVSKSKKVVFNNTEVLFDKLRLCYDSQVNQGPLVPFQKSQIQNIPAAANSNLFQCLCHCHNSNQ
LVSTFRHSSSCKSHSGFKRHNQKFHSSIIDSSQFQQATSNVQYKDSSNSNIQSINEPVIKNNSSFNIQYFRNKSKRAVSM
IEMIDNPEIRKKWVITKVIQMNFDVQLTHTLIQSIDYFNLSREQILDQMIDKLILFKKQRNQQQLEGSLIQPQITKNDFI
KYQQSMKLNKSSFRNEIQNQSNFNLQKQQMVANSNTHNLELSYSLPRYNDPNYTKGNAGVQSVYYQKHFSQSPPCNESIQ
ISQAVGKNMINYHSNNSAIFNSQQENVRQSVSPQRRRNNYIKNKMNKNSFVKSNVSQIKLSYSHIQSDAFERKQNIKKKS
QILQQKFFKETKVGICSVCFEEQVLIQISSRCNHFFCSYCITNYFEEKIAKCDVLEINCLNFQCPNKYTETEIKEVVETS
TFSQYQKFKKLILIRQDQTLRWCIQLDCNGVLKGSTCNPKMQCPICGTQQCYICSGLWHEGIRCDQAINEEYEKEQQELR
KNCPKCLKEVKKSKKSVNKSTCKACGHRFCWLCNRKVTPFHFSTWNFFGCPGQMTLLLILLILYPILMVLGSFFLPLLVF
FNKNGGTIKYRGIKKFFVVTGLVLFGIILYPVWYIISIVPGLCWFTSKVLHYLQSQRDNQKQESDEDLDDEFEIFSQQVS
KGNNDSGLTKPV                                                                    
>Tthe_XP_001024824                                                              
MSDEEGYYDDEGYDDQEYYDEEEYQHDEMDEQSDLHLKMTQKKSSKKYKSGEDTQECTLTKGLSAKWESKRFKNEEGQAF
ILQSEIFDQMMIKIKEEVVELVCMDIDDCILIFHEFGWSMQKLQNKYFPDQEKVFKNLGFDREEKYYEDCRKKGEIKEIF
RKGSDELCNLCFCESEVVASCKQGHTFCTDCWKGFIEQKLKEKNPFFRCMMEGCNSYIRHSFIINVLSQDENNSKLKDNY
KKFLGMSYVEENKNIQYCPGNNCEYAAEKMDGVSVNQVKCLCGTSFCFKCQQNNHYPCTCKQHREFNEMMGRDDANLLWI
IQNAKLCPFCNRAVERSMGCNYIRCSPPCNKSFCYVCEQPWQDDADGTHHKSPHMNCNNYTGAQNADKEKLTDKEKQQKM
LEKCSFYVGKFKDCLRSIEVIKKKKNELVQPTRETLCKQLQITFHDSQFLEDGFNILLDSRQTLQWSYAFAYFFTPEQVK
SKVLFEDLQMQFAGFCESLAILLSSDFIDYTKEIKNTDFSSIFSPNILTKYQDFKNKISKLSNAIKTNQNSLLESVASGT
VYID                                                                            
>Tthe_XP_001024639                                                              
MRRQQSDTVESMQTPIAATFIECEICFSDFQSKLQPGCIEGDYECTSQMCQQCLSQWIIKQIHDLNFNIESNIFKCPNQT
CKKQIHVLDKFLESQMDVNEKLQIEKEMTQKYLQISRDTVSCPKCNTYFIGTDAFCKGEYKCLECQFQWIDKSKIEVSLF
TQRFYQEVFTYIFQIMFTQYCPKCGISIQKNGGCLHMTCKKCDFEFCWLCKQNYNTHEDLRCVAYIFTMKSLTIYVFFNI
LVIFNSEMIFYSSIFWIISAFFKFIYYNLFILIAWFILSTFYSYIKMLQPSLKIGIYQKNEKKRKCLALCFIMIISMVVF
LGLTYFLEHSLTNVLTFCFYECIALAAAYLLYKSRQFFHQTWLKYVY                                 
>Tthe_XP_001024271                                                              
MFIQFFFFTQKSPIQIGSFQEEIEKVQQFFAEDKDLYNNNNNSNNGNNNSQVPLSDQYKFDQNSEVDSQQFVVKRVDQRR
LSLISRIYQKQMQEIKEETDDELGLLNEVSSQSQKEFSNYKIGNCDICQQDIKLNQYQPLSCLHNFHRDCLADKIINQFE
IEKYNTIRCYVGTCNKEISDQEIQETLPQNKFQSYLDFKFDEFRVENNIIYCPSQDCNMRYLKEDGDVMFSCSCCKQSYC
LNCKCKWHPNLSCAQYQNIHSKYQETDTLSNMISYQSYCHLHSQIDKKQKRKKQSLDRKKQNYDRNKQIEAV        
>Tthe_XP_001021199                                                              
MSQKTLLQSQETFCYADYLIKSFQFSTINNNIYYLNDFNSYINLQVVKYELDFQKIEEDIIQMERKIRQMNKFNKFNVII
FSIDSFHSYKIRKQLQVNSILIQKMNIYCEEIDKSSLRQQDHSNIYIVSQLNLLKNQNDIVDNCYMAIDFGMQQHTFFSN
KFDSYQEQIVFISKNEALRRQSYLSQNYPCQLIRVYQKQNLFRSNTDDLSILMLKEGNLYKYLCKKYKLDDHFFPSQNHF
LRLDSENQEKRDLHFTHEQEILSSDLYQKNYLHQEDTFLRSLVQINQSIINKESFDAEKNIVFSLLQNHIWSKDGNIYTI
TNFRNQILADEKKSKQQIVCQKQFLNTLISNIISIPCEPISSLIQKYIQAFPQSLFVFSGNKQKGYVNVETGEYLKVSIQ
SPLKIYSEYPTLIIVHYMLQIGEEIFIQDYTKVDVQEIPDQLRQKIIQYIENFKVEQIKQYFDISTLLFDTIWVNSGELI
NAFQEQYNCIVKADPIFDSITVCNIICKNDEQYTPEQKIEAFELILNSSKNSLINEKIEFDYYNNAKLCLKKGGIIERII
KNHECFTFQIDNVPVSMSMEKLSEWINEYSDIISIKPVDKPKDEISLQQNSQRGICYIISVEDQSDVNFFIDVFDETEMD
NNIIKIKKIQNNLKNKQMIDGMKFTDECIGVRIKWYNLKCEGPALIEYEDQIKCQEAWEILSKEKSFSRKDNTTIQYKYC
KGGVNFNNEVDWMEYLVKKCKLQPTKIQINREKKPDHLKQENFVKYIIKNNITPNCQLLNLNSYAETSKKSAKVQLLLES
DIKKVVEKYHETQNVIGCTKCFISPFYYYTHQIDSSIRNYIKHALENDQKINLAIQQKKCKVSFLAQESEVGQRFEVIRI
KAKDINLFQAFKQKLITYIEGGQIIIQKEKYSINKLQSPEGKLFINDMNTLFNCYIKVSGQVTTEGNYIIYVYGLNEEQL
SQLQQKIENMLGMNSKLIIQLNEEEFKAASKLLVFEDIKQEFSIDQIYLNKAKRQLVVEGIEQNINKFREEFSFMMQNLS
KMKEQNNIKGEKQSDKNQLKFQSPQCEICLMDMDVAYRLQACRHKFCQPCINLYLIDCLSNIQQFPLKCPKCLQEMVIQD
LVRLLSEQQWQKLTNLSLNKYVSENGSSAQFCFTPNCVYIYDPHQQKYRCPICNVFYCIPCKKPNHPGLTCSEAQLGIDI
LFKNYMLEADARYCPNKACGAILMKIDGCNKVECRNCHKAICWHKKCMIPFNTADECYNHLRNLHGGYYD          
>Tthe_XP_001020533                                                              
MEQRKNETNFVTQIDFILNFIYYLKKNFIQDTVEMSFADFINFRQQIFYLIENDQLFTAFIPFATTYIQFQSQQNSLLIE
KYDKENVQKLSNILKMNIKVLLAKPDKITISANKYFSDNRNKMDKTLFVVEKSKQSVHIAYDSSNERLHRFCYQGKIIYE



QKNQQNLENTYKPINGNQLSQQHIQLQQENESLKQQILKIQEEEAQIKQQNAQLKQEEQKYREQELQLKQVFEQLRPLLQ
NMLNNQTKQIEQLQQFQPTHNRNIPQSDTLQQQLIQLNNSELQLKQQLQQLFFPQNNQQIITQTYQPQQPAQSANQQWIR
NDCNNQLQQSQVLLETNNNFKSQQIYDQKGFIKQYSLESNQPLYQIDPKQQNYIQNNKSNQSFNEISTNDIQNKSNNSGS
NQHFYSPKLIQQQVGNQSNYNNDLQTFKFQNNYSNNIAEYVHTIKTNKRGNLQLNTDDNTSNWTTCDKIKENRNKQKIQD
CPICCQNKLNEDLLKLKCGHSFCQDCLIEHINSLISQGKRSFDYFTCLHCNLKFNPTELFFMLTDKQRSQIDEYYKDRNI
NFKCPNQKCGQQSKIQEKECLLKEFFVTSCCKSKVCSKCKQLYHPDFKCQSQITEMIEQIAAYRNQQATDNARLFRFCPV
CYQFAFKDEGCDHVTCIKCKSDFCFSCSAPRPSILGHGNHYHREGCHYFCEYKDQKGNKVDNELNLKKCVQCQKTKNPCQ
RPISWDKFLVEVQNEIGNEIFEAFPDNYFL                                                  
>Tthe_XP_001020022                                                              
MSNQLFLHNKLHSQKASGKVGNGEFNENTSFSEIIAESGENRFFSNPNNNNNINNNRLAGQTKDETNVESSHNLMQKPNQ
IFSNSQLPGFVQHNQQQQQSLQVIPGQQNQTFRIHYKSLLSESQESIQKEKGSLKDDRSINQNLNQLQPYIDKQNQLTRS
QNLIKQLKLKPVQYELYKNLKEMKVKSEIAFFILVSENCMSMEETLSFFTTDEENQHLHFFLPRSNINDDICEICLSSKR
MHAKNSLENINTALSIRQYIRELSQQDCLENADIKEMLSQSEKDVNMNLLNQQTLQLNTFQVQMSPRSPLRKRTMTCQIC
YNQVDESSMLYFNNQNHEICIECFRTYLSEEIMISKIENLKCPHCSCTLSEQTIIDHTTASLYKKYKIFLRNTLINKDPL
KRFCPTPNCDQIISLKDKDQKNAKCDSCKIVICCQCNRIEHQGISCEDLLEKEIEDLTDSRDIQRCNKCKSLVQKYQWCW
LCGNTYTKIHMMPLNPFGCPFLQSERFTVKNMQMWKIYLLRFFTLIAVIILLPFAIIFSGPILALYGYFEIMNRYMYINM
HTNSLFKKFIILLGGFLAFILGFLLDPLILISIIPLGIYVLCIQIHEKNRIEAISNLRLRELQQRNESINNIQVNTHSNQ
PLYENDHQVVILL                                                                   
>Tthe_XP_001019297                                                              
MNDIQMLPEENFLNHGFQLYKIRLDQKTLNLIQALLMELSLISNKSILNDSFARNKEINVGLMEGILKVLEWRVNGNIND
GEFAMLYVEWLKSKQFIVNDHLISFSYELLVPKNTIINYLRNQKHEDLSFVISQYMELLNSQFNEHLSSITKIHPKNIEI
SEDIYIMFDDEGIGYVGIDQMIFLFMALVKKQRLSIPNSKNQFYSEFQTFVSQIPQINGNISLRSFKAYIVLSSPSSDDI
QEILDSCQELMNEFGWNQHNQQESSDVQFIFPKPFNEAFVECMNTLHQQGYITNEDLMRDECESTNHTSYINCLDQGKFQ
RALFSNSLEFYNERVLSGLNIKLSQNVFSCFVTKLDQKIQQYITAFTNKYIPQSYQSYQSYDSRQDLNQQKGSKVFSKSR
QNKPSVDMKAEMQRLEKENYKPKINFDDSSYNNYNNNYHSWNESYSNQNDIQNKSTLPFFQASVQQTIPSRNSIKDNSYL
DSLQNNINKNIKNMPQQGRGYNVQTNQPQFQQQKQQLFQQFISKNQNGQHNSIEYNIKLADLDAGQQSKQVSINKNIRNR
SKSPVQNQQIQNQAGMTFNNNNNNNNNKNNKMQATILRQVTPTKSVSPIKFHISLSNSQKQINLQQKPYINEFQPNPSQS
VSFQKQTASSKLKNFSNQQGSSVKKAKSSLNMRANSIENVNHFNSDIQLRQQTSMGFREQTPDKKYQINNNSNWNESSNL
KNRKTSISSNNYMQQSLNNFQNQSTALQRSKSPQVRKSQTIQMWNKRIEPFEKVMQRLTTYVQIETKLDLAAMNSRIRYN
QSQDFSNTKKQLFDNLIDMGFEKKQVEKAFQYSKQKENMDELLNYLVKGENGWAHEYRMDFTTQRCQICNEGLEQHQNNQ
NNQQLIQFSDSNSDSSFENPMLRANSSSKSQNIPNQNHQLELNKLASNKKSVFLSRIQEEEKENENKFMYCEVCRDLIPP
ENMKELPCKHIFCGNCIEKYIASNMNKGKFFNIKCMTEECIFVFQDEYIRTLVQPEITEKFFRLKEIASLNADQSVLWCP
NPNCGKYMRLEENIRQNLCEINCTYCQIRICLKCKRKAHSKKCCFFKKNCEEELNEEYEIWAVGKPVQLCPNCSVRTEKT
EGCNHMVLYAITIGAGYVDNKQYMDIICLVIPQDALECLVYPIVFGLYLWLRFYDAQLSPLKIKVIQSNNKCLYYFCLAL
YVIFGLIIFPICVVFAVFPCLPLIFLSSSFRSYIYSSFPSGQAVFFNISSNLFQRLYN                      
>Tthe_XP_001018830                                                              
MNDSQGPKIVLSKFAIRKNEYSITNSIQQNGNSNPNKSNNTNSKDEQIYSASQGWMHSQFNPYLDNNLKKEMYVIQKMVE
FQFDPVIAKQLIEQIDMEKYSREELIQMVCETMLNHCEEQRVGKRVIDKINQSKFVHKIVSSKTISQVNQSDKSPVAPQQ
TVQQQNLKPQPKGNTSILHSFNNKNQNIPSNNNILQKDGRERQQNIKQGKKTVQTSYIFNMPITHSQKYIKIENNVQDKD
EGKLYTCQICCQEFLGSEFYRLTICSHNFCMQCIQAYIINKINCSEVLNIVCPQVSCGAKIQDLQIQKVISPDLFEKYMR
FKKIMVLNQDPNIRWCPTVDCDTYIRGDKDKICLQCPKCNEKMCYLCNSKWHEGSCEDAMNQSLIRMKEKLQIKQCPKCK
GRIQKFDGIYFIYTQYNALD                                                            
>Tthe_XP_001018081                                                              
MNSFTNTTKKVIANNPNLQGQNGNQQIESYIQIEEEEEFQSDTGQSQQEHQDTDSRNYQQKIIFIEEQNNYASHQDSDSE
CEICYQEMTSSQHISIQCKDVFHKSCLQQYLNTQISNKKFPLNCPNFKCKQHVQYHDIKEILNDQDFQKYEMFQFQSYID
SHQEEFLWCLTPGCQYVFAKDDSQIQYICPVCEASYCMNCKQKYHSGLTCQQYQESIKFKELDQQFYQLAKSKNLKQCSK
CKMWIEKINGCYQMICRCGNQFCYKCGENFQKCRCQFFSQILNSNILFSDSQNQNSIQQNNGYRCQCLFCRRFSMFNEIE
SNLQISDRQQGQTQIQNTSNQIQNSNIQFNRDSYIQKHTQQNISTNQKQMAVTQSNPSNQSQNPPKPITYLNQSVTNSQN
NNQTLFQNLSYNIGNTFKRSIQQISNNNQNQMTVTQSKPNYQSQIPPKPITQLNQSVANSQNNNQSQFQNQNSKIDNQIK
SNIQKISNNNQNQMTGNQSNPSYQSQNPPKPLTYLNQSVNNSQNNNQTYYQNQNSKIENKFISNIQQISNNNQNQMAVTQ
SNPNYQSQNPPKPITYLNQSVANSQNKNQSQFQNSNSKIDNQIKSNIQQISSNNQNQMIGNQSNPSYASQNPPKLVTYLN
QGTIKSQNNNQTQSQNLNTNIDNKIKSNIQQISNNNQNQISVTQSNHSYQSQNPPKPITHLNQSAANSQNNNQITFNRKV
EEEDVIEVYLLNKLIKQKELIQKNEHSSFIGGIKQEEEFSSYIQYREESFDQNLEEFYSDNFASNYVDLEQQTN      
>Tthe_XP_001016558                                                              
MDNPNYSQQSQYQIIQSTNQKESQQSETNLYDMISKSYNFIFSYEQLASQIKQAQSYDYSTTDQSQLKFQTNQFEQSNKD
PTYLKYFQNLSQALSGNANQNDLVFFSSCIKEIQLLCEKKPKIKICQLQKQINQMNTPQIDKIEKQISDEEKEETKVDKE
LQQHDQNQEIKLQNDQLIEKQKSEELKKQQEIQNSLCGLCLDPINSYSHQVIAPKYFTDTYQYFQAKCGHYISKICLATT
YQGIFQDSIPKTVKQYDEQLEKKSKLDLQLNCNHCNYKLQMDEVLEQNNGYLTHVRSNRKQFECGICIVDYDLEEEGIAM
FDCDHIFCIQCLTSYIIQCINQNKFRYEDFKCPQDKCTAIINNYTVDRLMNTPENQMLFNRMIRMQLVHTTFKKEKIALC
PGFQMRNKQTNNILNVDQETITLLRLGMPPQLSDDVEIIGCTTFFSYDENKVQFYECSNCKYKSCLKGCEDAHIKGSKRG
KNCSEFKKWKQQNQGMDIDLLAIFDKDTMCQCPKCKAIIIRNGGCNHMTCTMPNCGFQFCFKCQSKWLCWKHLHYF    
>Tthe_XP_001016557                                                              



MDEYNTLPCGHVYHLKCLSQIAIQNCPNLDFENAYIECGFCQQLLTTSQIRKSVPTQFIQQREQYMLNQQAIKLEQEDRQ
LRQQQAMNKQFTCNICQDEKNINNEGRTLNCGCQFCEDCLREYALQKIKNGEFYENQIFCPNSCKKQGSFLDTFMIKDLL
KDENEVYYQKMIDFRAKDYERDPNFKLIKCPGYLLKSQNSKELSIMKQNQIDDFRMKKISIPSGFTIHECQNMWEYDQRD
NLKQTKCNICQYEFCLFGCEKTHQGFTCEQFKQWLIENSVVDQEFQKLVQRDKLFQCPKCQSYIQKNGGCNHMTCRRPGC
GKEFCCVCLADHPCGKH                                                               
>Tthe_XP_001015750                                                              
MEDDIMDDDYDQYDDDEDYDHADYDNALTKMSSSRTLVWKTTSDIYQVIDQKVRDQMETLSLSYDDTLIIYKYFQWNKDK
MDQEYFSKPEQIQKNAGLIYNGMPKAAPPSTKNFICPVCYDTVSEIDYLPCNQAICKSCWRQYITDKTLGNQLHMFFKCP
FEGCSLVVPQSFIFKYLKDDKEKQDYKRNLGRVYCSESKTMKWCPAPGCDFAVENTHFTHQYVQCIQCNTSFCFKCGKEH
HSPCTCDMVHEWELKNSSESENLRWIQLYTKLCPKCRKPIEKNQGCNHMTCRPPNGCGFEFCWLCLGDWKTHGEATGGFY
KCNKFENMGQDEKDNKKKEFDKEKSLLEKYIFYFERFNNNQKAEKQAKEDQLKISALIKDIHDKLGQDQQYLQFLNEANN
FLIDGRRCLKWTYCFGFYLDPKKKDLFEDQQSYLEKTIESLHSKIEKTDFKKRFLDDLKIKEFDQYKIDIVNLTQAGIKF
KKGILESYESGTF                                                                   
>Tthe_XP_001015319                                                              
MRFIKAIILIVYYIYKFLLQKAKDLAVNLTSKSFSCLVCYQTTDKQNKFCLFCNICYSCLDSWFAQQIKTQIENLQDNSN
QPNLYCPRCKRSFSQEKILQNQDKFKKTMIQISELFIKKSDLFIKCASKKCQNVGWVDNQNCQDQFDCPSCDLKWIADKG
QTVFQKFSLLFSFKELKSKLYKAIFAKTCPHCNIYIIKNGGCNNMTCKNCGKGFCWYCKLKYQHPFTLFCFIFNLARLAS
CFIFPFVEIIQFISKISKQLISDFAEPIYLTPLSIKLAFFYFQTQSISLFEKSLNLITSIKRKPIPVQ            
>Tthe_XP_001012880                                                              
MSQKAIEVTEIKQLLTLLSSIQEDKELYAFLVGTQYAIKNCNKLHLTRKTNLALLILKFMRVKSVKKNKKSVIIMCNQTV
TSAQNKQKLKNITQLSAAVKCFIKFVLKCTLIAKQSEEGFLQNVLIRSALQRFLKKILEKYLMIQISKNLSSFNLKITQT
VQEINFTYYLFNKASWCPTPDCQFAFILDDDQTILNCPCCKKVYCLACKDEDRQFESFVRGKKFKQCNQCKMWVEKNEGC
DHMTCRCSYEFCYKCGGPYKQCICQSNQYNQTQVVDRISVQNQNNNFLQNNRIQNKSSFFFMSQQGHQNNNLNNYQYNPD
QLISDNNFNMYDEKYSTSYNQINNFNFNNSNNIYNRQQNNVDYQQTDFLDQGFLFQNQDIYSEIPNKNENILNFLDSSFE
LDFLDDEKQLGQLHRQYKTRIGNSSSRRIKSQDNQNFVPSLRDVKQYAQRTSITNCNLKRNLKQHTEINKFQQKEIKKIE
QNQDNNQQKFQKPIQKLNKQPLNNTSIINQQESQSKQMESMIGYQKNKHSIHYKEDFCSYLIAEFYGDFRIKTDLKKYI 
>Tthe_XP_001011602                                                              
MSLSHRLSNYTNSAKVKLIDGEEQEPLSFIKYQYDSNFKQMNLNSQSKPLRELYNYHFYMIEFKNGQQQDDKIEESKEEQ
KSEIWNCDICFEKMTDQDYWPIECCHNTYHRVCLKKYFNSQVEERRFPIKCVNNKCPQVVSQQDIREILNDSDFQKYSYF
QIKNYIEKQGDQASWCLTPDCQYAFILENNQKRLDCPFCKKSYLPNLQLDLSQKFDLQRKQNSEQLFSNQFTHFEPINKQ
ILIFIISNRTKICNHMTCRCGYEFCYICGGIYNQCLCFQNGSPEEIPFDTDETETSQVRNEREIRQTSYLNRNIDYLPNS
LIEFNNNDVYNNNNQTFQNPMQQQIFVISKQHFFYHENRRLESRRRSFEEMQKSSSISTADYKENQQFNFNILDLLNQER
ESIEEEINQENQQDFNEIIINQIKVNQYQRKKNNDKFNQYHFDKPSNQLPPHQYNFPQIKTKTKF               
>Tthe_XP_001011422                                                              
MNSDLSFSRPLSLPYYNSGNNENILQRQFSISIETKSSNKFRFSRIKKSDQLEDCLPIQEEDEQSRKIWILYRLYEMQLN
LNDAEQYLMRIDLMNSPKEYILQQTVEYCLLIKEMHFKIWSQYYSKQSGQQSSKYIFPQFLMNNKKQNESLPISKSSSHS
HFQSMTSPKNFKQIQMQTYCKQFKRENSLQNSINFTRKLIIDGMTCSICCDENIDTSFMIQASSECKHIFCQSCLYLYAQ
TQIENGNVSSQGICCPQENCSAIYQNAELRTIVQQDPKLYSKYLRFKSISQLKLENSILFCIKPDCQGYMIQKPDCLNLE
CSVCKSEICSRCFTFWHQGLTCQDALLIKYGEMKSNEIQCPKCSNTVQQYARHLKKDKIYCTWCHHKFCKLCRQEATYLH
YNRYNCLGRCGKKQFLPISILHLILMTLKYLFLFIIGCLIYPIYLIAMGICLPLIFYFNYNESTFGSYRMIKIPLLITIG
IIFFPIWVLLSIAPGTCILINKTKHNMLMQNQPDENDDYY                                        
>Tthe_XP_001010477                                                              
MIYSQEECIIQSTRDIVELPNISKITQASKIYQASKICHEKNPTVTQTMITGLTNSTYESISGTKNTIYQQQNSQKEENL
KNQHFSQKSILLSNKEQDQAFSIFYKNDQASNDSSKNQNNDMQIETNSILSNKSRNQSDQLTQDLKAKWVFTRLLEMNIS
QYTYQDVINILCLLQQQHQMNKEDFLQYMVDKNFIQSQLKKQEHAINIDSIKGIQHEKFKQVLTIKQDMRQVQKNQGDEK
IPDIENSLVQERQSKNEQILQNSFLYNSTNTQNMKQRMINRHIQFRCSVKTQTKNYFLSEAEGGVTCNICCLSYQREYFY
TLDSCNHLFCKNCIIQYLENCINTSQVLKIKCPDENCKVEFTDQILQKILDTKTFQKYLKFKELKIINSDPTLKWCNRTG
CTFYCKINLNDPKIICKCGHQMCFQCGNNWHEGKTCDEVIQEEFQGAIQKYVISFCPTCKSKVQKASGNIHFNILIQFNY
FFKNNQGVIEFTVPSAHNLFAGYVELQIYPMLISVTQIFWVVLVQFVHNQLKYLAIQKIGKQFSRSNPDENPQYQRIVMF
IPRLIVFICILAAFTAIMPFFLVGLAIITPNYFYWNNVNQNYAIPKQKQKQRFVKAIGISILLLFVGVILFPICLIPGSC
IVLHRIIKNRL                                                                     
>Tthe_XP_001008476                                                              
MGQCSCLHINKKQKYLKQSKTNINKFTAQPIQTIICEDSINEDNIQTHDSQQNYSSALSFDNRYKIEEKKNIISQIIQTV
NLIAQIYCISSGDALFILRSRNYAFQNGLKFDQFQKYQNKNTKHAQALSSQNNNYCLLCECLLNIENRYSLECEHYFCRS
CFKEYMKSILNLGTLMLQKTCPMNGCQYKLGWKEIEEFLIEPKQIDSCQGQAHLPLDCEQYKQWQSLISSVDSKVLENLR
YIMQNTKACPNCKVAVEKNGGCQHMKCRNCQAHFCWACLQITTNFSHPNNCNNQVYKQNDCIEIVEQQRIENYQQNFLYY
QQMAVLSQLEYVTNYTLFENCVAQFDENEKNVQMNLRKQALNILYEAKFVLAFSWPVGFFIQDKEKLNFLEYLQNNLDSY
LNKFEYHLTQQFKEQFDEEIRSKIISKEFSNTSLI                                             
>Tthe_XP_001008474                                                              
MGQCNCLCSTQKQKYLEESETAQTKFAPQKQLSTNYENSTDEDIIQSKTAQTKFEYQHYNNRIFENNTNEENIQSKTDQN
KIASQNYQRRIDENNTDEDNIYLKIDQMKLAPQQYNNRIFENNTNGGNIQSHDAQQNHSSALSFDNRYYIEQKINIISQI
ILALNQMTQIYCISSGDALFLLRSVNYDFNYCLEFDQIQKYQNKNKKHAQALSSQTNNSCLLCECLLNIENRYSLECEHY



FCRSCFEEYMKSILNLGTLILQKTCPMDGCQYKLGWKEIEEFLIEPKQIEQAKNILFNDYLQISQKVKICPLQNCQNIFI
FPNKLNQQINLRCDCEMQFSCSSCQGQAHLPLDCEQYKQWQNLISSVDLKVLENLRYIMQNTKACPNCKVAVEKNGGCQH
MKCPNCQAHFCWACLQITTNFSHPSFCNNQVTKQNDCIEIVEQQRIENYQQNFLYYKQMAVLSQLEYVTNYTLFENCFAQ
FDENEKNVQMNLRKYALNILYEAKFVLAFSWPVGFFIQDKEKLNFLEYLQNNLDLYLNKFEYHLTQQFKEQFDEEIRSKI
ISKEFSNTSLI                                                                     
>Tthe_XP_977199                                                                 
MNHQPNRENIEINECRKILSNFQLENSNKDLFIFLAGISYAQSQMKKNELNEFTQLLMQFSLQCKNSNNQTKADEIFYFL
LNYKSQDPLDFIKNKCQNQIKKELKQKPLLIFDGIDTFFCSFFKLKFVKINKEEIPINNTIIVNKYIIDKVEENKEELQQ
KVELVNQQQKERKEENDDEEEEKEEERKHEIFEKQLINKQNTQLCKVCYEQDNQKQVFSLSCCYNQFHQTCLQECFTAQM
SQGISPFKCPNFDCNQDVKENEILIIQRYNQQIQSSIFNEGSINYMNSSIMKSFEIEEKQDILEQSVSLKKENLKLNCKI
CILEMDENFIQTLQCGHKFHRDCLKTYFNYEINQRKFPLKCPQQECLQETYQQVVKEILNEEDYQKFENFQLFNYIDLNQ
SQIQWCLTPDCEYAFIQEKDLNQFNCPKCKKDYCLACKCEFHEYLTCEQYQISKNKLQDKQFEDFAKDKNFKKCSSCKMW
VEKNQGCNHMTCRCGYEFCYLCGGPQNNCDCSKQTQINQGNNLLLNFVQEGFAQNIQQEQQINIANNNNNNQSNAQIYQQ
QSFQTIENSQFSQNNFLRQNTQSQQQQFQLQENNNNNNNNNNQSNQFERRNMNININMNMNMNMPNDQYTIIQNQQQFQY
QPQQQKLVNKNGSLNSQLFKNQQTDENNIQQANYPKFPLQKINNLNQINTSETYNEEIHTKNQNYSSKANSQRNNFNTLN
EVNEKNHTQSTEYTQTKFNLNKYSNQPLKTENPQSSIVGPKRSQKMIVTENNIQQSNYPKYPYQKINNFDQINTSEYNDE
EITYTKNQNQTSKANNQFNLNQNFSPNSQRNNSNSFKKVNEKNHTQITEYIPIQFNFNQSSNQPLQNETAQFISLDE   
>Pmar_XP_002776890                                                              
MSLRFLSPRAPWHKESVSEDAVRYDLQLRLKYALEKGDMDEVQACVEVRPRAFTKPAKWYRVFTPWVKKSSQRWISMGAN
AKDFVYDEHDLIHGEERFSLPIHCLCGSPGFDSHKAGILMYLLTTGFIEDDDLLVVDSSLNTPLHLCCTCALPETLRAIL
RRLPDGRGQGCRNIDGKTPVDLAVEAPSLSSLRLLSWTNLTGLEGKRERFDRVEDALHQQREDLRLAGKSKEKITYLGPW
SMGTAAVVQENDDERILEMQRMTAELSLYCGLSSADADNLLKYHRFELNGAIEAFEADPIQALRDAGVSKIPKYLVEEAR
GREGKVSKGRDGKIQNRSDVRIEEGDARLLVCPSEGCRVGIPDQVVKLLVDEHTALQCEKIRAQNYVDVSKDVRWCPAPG
CGRSVKLEPVNSAATTVRCSCGHEFCFSCLKDPHEPAKCGQLEEFDKAVKAQHSAEDEESEGWVESHTTKCIDCSAPILR
SYGCNHMTCRQCGGEFCYMCGARWRPSHYTCMGADNTGDRRRSSLSTGSGDARGRFGQQSVNKLLSSRLRADCLRGFTQA
NEDSQEVVDAEQWGRLCEAVEIEPTLEALIEETVELCNPV                                        
>Pmar_XP_002771838                                                              
MGSHEASSSSVWSMSDGEDDDSAALDEFHYYDDCDVEISNCDSEGDVHPHSPVAAEDASFRMETDSPADVHVLTSGGDVP
TEGGEEEEDVQALSAQIMEPLEVANSANPDDDSTAAVAITTTPVKEPNRPSSATPVTGLKSLKGSTVKQPAATAENILAA
KDDSSVSARISCANFCVMAAADLVRISREKAARVTELLNVTLDDAFALMKEFGWEELPLQEAWFSEARGEDWVREKCGVF
KSSGPTSDGSTRVTCKVCYCEELLKDCVLLDGCSLDHVTCKDCFAQYVSTKLSDVGRGAPDARCVMHKCERRRGCGRAVL
KFSHPKDVHRSGGRGSSIAVESDTVVCDCGYCWCFSCQREAHEPASCQQVYDWEVKNSNESENVSWILANTKQCPRCGRP
IEKNQGCNHMRCSESGGGCGQEFCWLCLTPWAQHGQSTGGLYSCNIYERNTRDDTEEGRRQREGKAKHSLQKYMFHYERY
VNHERAANLAREVSELGFITSALQQVVECRRVLKWTYVYGYYLNRVDEDSEGDSERDLRRRMTPGLSDHWSTRRLNHGNS
SSVRRDVHAAVARRQLFEFLQKNLEEKTEALHELIEKDLEERFIRSPDESTDPAAPGGDPSSSTPLAGDTTMTSAVDIGL
RRHYKLLSAE                                                                      
>Pmar_XP_002787435                                                              
MALQALQLESTSTNKEEEVIDLDDDDKEARLKEELSLVTIILIEEDKEGGVEVPTTGDCPICMDNNIPIEDGMRYILVDS
SAATTPAAAAVADDDDDNGTALWQKFLEFRFKHVYQADHLDGHFIVCPHPGCDYGFEVDDKQAMDPSCQCRGCGKEFCPK
CYHLKGHIGQSCEAVAAGQKEEETTNALARENNWKRLIYGRILHQQHNNNNGNNNGNNNNNNNNNNNNNNGNNSDNSNGN
NSDNSNGNNNNNGNNNGKNNNHGNNNNHGNNSN                                               
>Pmar_XP_002771839                                                              
MGSHEASSSSVWSMSDGEDDDSAALDEFHYYDDCDVEISNCDSEGDVHPHSPVAAEDARCFRMETDSPADVHVLTSGGDV
PTEGGEEEEDVQALSAQIMEPLEVANSANPDDDSTAAVAITTTPVKEPKDRPSSATPVTGLKSLKGSTVKQPAATAENIL
AAKDDSSVSARISCANFCVMAAADLVRISREKAARVTELLNVTLDDAFALMKEFGWEELPLQEAWFSEARGEDWVREKCG
VFKSSGPTSDGSTRVTCKVCYCEELLKDCVLLDGCSLDHVTCKDCFAQYVSTKLSDVGRGAPDARCVMHKCERRRGCGRA
VLKFSHPKDVHRSGGRGSSIAVESDTVVCDCGYCWCFSCQREAHEPASCQQVYDWEVKNSNESENVSWILANTKQCPRCG
RPIEKNQGCNHMRCSESGGGCGQEFCWLCLTPWAQHGQSTGGLYSCNIYERNTRDDTEEGRRQREGKAKHSLQKYMFHYE
RYVNHERAANLAREVSELGFITSALQQVVECRRVLKWTYVYGYYLNRVDEDSEGDSERDLRRRMTPGLSDHWSTRRLNHG
NSSSVRRDVHAAVARRQLFEFLQKNLEEKTEALHELIEKDLEERFIRSPDESTDPAAPGGDPSSSTPLAGDTTMTSAVDI
GLRRHYKLLSAE                                                                    
>Pmar_XP_002771837                                                              
MGSHEASSSSVWSMSDGEDDDSAALDEFHYYDDCDVEISNCDSEGDVHPHSPVAAEDASFRMETDSPADVHVLTSGGDVP
TEGGEEEEDVQALSAQIMEPLEVANSANPDDDSTAAVAITTTPVKEPKDRPSSATPVTGLKSLKGSTVKQPAATAENILA
AKDDSSVSARISCANFCVMAAADLVRISREKAARVTELLNVTLDDAFALMKEFGWEELPLQEAWFSEARGEDWVREKCGV
FKSSGPTSDGSTRVTCKVCYCEELLKDCVLLDGCSLDHVTCKDCFAQYVSTKLSDVGRGAPDARCVMHKCERRRGCGRAV
LKFSHPKDVHRSGGRGSSIAVESDTVVCDCGYCWCFSCQREAHEPASCQQVYDWEVKNSNESENVSWILANTKQCPRCGR
PIEKNQGCNHMRCSESGGGCGQEFCWLCLTPWAQHGQSTGGLYSCNIYERNTRDDTEEGRRQREGKAKHSLQKYMFHYER
YVNHERAANLAREVSELGFITSALQQVVECRRVLKWTYVYGYYLNRVDEDSEGDSERDLRRRMTPGLSDHWSTRRLNHGN
SSSVRRDVHAAVARRQLFEFLQKNLEEKTEALHELIEKDLEERFIRSPDESTDPAAPGGDPSSSTPLAGDTTMTSAVDIG
LRRHYKLLSAE                                                                     
>Bnat_66546                                                                     



MEEDLNYDEPSQNMDEGWGDEDAGQEGGGGNWSDEMSQDEKEGDWEENDGGWDDEGDNEAGWDNEEDQMAMDPAEEKQEV
INGYVVIRDPKTELGKEMRRAIKDISNVLFVEEGQTEIALRNYKWAKQTLETAWFKNDDSPGKMREKLGISRKPDEWEDQ
ASTTRIPCCTYIPEAKADTSSSSSSSSKTGGAAEVTEFVVKALKDGMSTRDIIREARSLKFAVGDVMQAIQKQTSKSATS
SSSSSDSSNSKSSICAKSKGTFALTEGMRLNCGHGRCDDCWKSFCKAMVKSGKDALTCKCNHLICNKNHQHKYILGCFCT
EKIPREVFEKYLPKKEEGEGEEGGLLEKYNAMTLESYLNNAIKFGLRKCPNKSCGLWYKKKSPKSEIVSCECSQKMCFNC
GLPPHQPIPCSNALDWQKRCSADVQTEIWRVMNTATCPNKNCGIIIKREIDDKDRCLHMICSECKYHWCWACREEFRPGG
ANKNHDSFYHCKLYEEGKLRSDVKEMNRKVETVRKEAATFKWAEHLRSCCDKDTKDLQTLQRSLEAEMLKNGGEVGKYKF
LFDAISKLILANDDKKRLYIVAFYAAMDHKKHLFEFQLKDMAEKTTKLLNMLQPNTRERRSLEEFEKDMKDLNQQTKLVS
AFLQKLRKDVQEGECVTILDKPDDKSAGWFCMSCNRMNSYDKFVCECMACQVHGEKRCLRCNPEHHVHYLDDV*      
>Bnat_135371                                                                    
MARVKSTRKPRKNKKIGGKIKEKRPKSTIIRPLIHMGFKLEDICRAINKVPDLDPTVQTVLGELIRVHDERERKSLEERS
DNKIFQPTPELIRKKSSEILEQNTKHREAKSSKDQNNDAGKPKTCKVCFEEIKSVDDNQTFTNGMRAELPSCGHYFHKKC
WRGYLKDKLESQIIAKEVTCIMNNCDRKLYVGNKMFDKYKNFVKQARLRADPNVRWCPNPKCSKPIHGDGGGHGEGEGEG
DDKCVYKSIPFPAKNKSTSTTISVCLKAPCLTLFGVQ*                                          
>Bnat_82796                                                                     
MGVGQSSVLPSTKIGFDGAGAIEGLDEKGGNVSLESILCVWRGSWRAWRKRKLFRINHGILSQCSAKGKEGVKFAWELRK
CRLYVPEQGDRPHACTCISHHCCSSEFFVYAVLELASFLKALKRLALPAVIAKEKLCFVVSEGTGLRCVALLPPTNIPVE
RQREIAENWKRALASAIFHATAAHEKPRSNDGLATKGEQKEEGVQSQLAQAPTKLAALEALIDAEISKINNPRLNRLTNA
LNTKVLGQADLRREQTQSVMEVAEELDLTIAEAAAALRHFNWDRYTLDVAWEASAADVRRVAGLIVSDVYPELKRERTDP
EAKLLCSICYEHVLVKDTFSLPTCKHRFCVGCRKPPQRGPPPPRQAPKHAMGMYHKSRWKVSPQFFAGFPPPPPPAAAGG
VDLLKKYDAYLNSDYVDKSKSLVWCPAAGCGRALKVPCDGDPPDLHCVCSFSFCRFCSREAHAPLPCALVSRWRSSMIDL
EQMTQQEQEALETKRKLQAKMKKDAVETEQWLLLRAKPCPRCLKWIEKNQGCNHMTCSPNAAGCGHEFCWICLGEWRGHT
VCNMKNANKIQRRVLERKRKEGYWDTHEIKIFGSVDEERLLFYSKLFHGSMKALLHLKSNRSNIENMIAQDLASSSGSLS
PYEKEQLRSAMRRVLFCRRTLAWSYAMTTFLAIGTPPLRLLQRQQSILERCTESLHEILEAPLKTKSGYFTSQCEGKVDG
APHYVPDETASNRKGAFRTFLSRTLQARLKAAAAERALMTAAIHLSEAGLLRRSHPMSIYYHIPIARRSEVSPTRRLWND
LKLLVSQRNDDAETAESDSKTTSPRSQERSEEKEKQSNDFVAGDGAASEDAPESSLPRMLPSLGRQRSRVDPVIVNEELE
ISLDNGPAANDRLQGKARTTRGMRAELRPASNQEQARVKEARNCVGGHAQTERPSMNPPALSAEIRDDGLSKTGRHGEGA
GEKKHARETKSELMHPPPPNLPVLKRLSSAMWACVLCSSLNELSEQACSKCGTESDSFAVRDKPFANCMTKCRYMLSRLE
AADEENMLYQKIIENTGKSELQQILVLTRYRSERVVAFERPIQTQRDQAARNDARSPPAFTMLGEWRADVESILGAFRTP
TATHYDTERRRMLVVLSVQKRVIVVDLRANVIAGALVAQDVLGHCCFRFNARTLQVENIGDWKQTQGMSQEKNVMRNPHS
IAVDERFAYVTHTSPSQISVYHKQSLTFVKVLRDKSSWKTNLNRPHGIRVDEKFLYVADRGNSRILVCSKDKGTFVAALA
ATSQFASPMSIAIDKEYVYAVCAYPCSGVSIWTRNTWKFVGQIMSGEAHNCTSINVFTGVVHKSAFAEIDKKKKRRGEES
SAKGLILSPNPDVTAKWIAGQTVHICWDSGSLHAENDICSIYLTPKNQSGGLTAFGTMNSPKGLQIADSIPNTGALEFKV
PSDEVLSTLFLHRSKDDDTDGRLIGDFEVLVEIHKRSTQHTELARALQGLLLASTGGDWVRAFGTLRQQLPSVRADVFDS
RVASVLKLRRLREAAAKGRKGRLSLSEIAEDDSDVRGAIRALISAKEAFITTHKSEQDAHANSDRRRLDFSSKRSLIEVT
SPPQKRAVDVLSPVVVALNPSSSAALSSSLDRQSVRAQSLQGGGVEAVVDRNPGNLLKLWMGRETESVDLVLEMPQDGRL
REIESGSACLIKMRKWRRVKPRASSLRRKGREWIRESHGKTTKTSPNNSGKPLSHKNIASDIIDSIATKRGEEFVDGAIS
LHDCVRSYLQSSNCGFDDDYEYYQNNRGYVLCAGSRRIVAYDLRKALLRDAEENARVFEIDVGQIPLGQFEGEGKGEGGG
GREGVAQDNTSKSSPSNVSKEKVVSQRSNKEKRERKEEKETKGHQPKQEGAQCLSACLDLAREGGNSYLYLLIYEPRGMR
KRKVVKNQDAASMEGAKINDKDEGEGVLKFWVYEILASEAENASTEFPCALERAIGFVDLVGGGSYSLAKDTSRIYVAGP
QIGLLVFSKDPSLTRLQTLRFGSKHVLSLALDEASALLVVLVSDDTVKCYAMAESSAKVAASDEPSEKQGKHTVLTLKAS
DSLAGTKANSNDLGLKKPTIARSQQTGEVEETCALSGARRLEYSPVYADIALENDVIFAATKSGTVFCFKIATIDGGLGI
LPSSTPFFSPSSKTARALEWDKRYGSSVVKSITRIRGKGLLMMMAGPATSVGSRNAPGVVLLKDASAESKGGREEDGGNE
GDLQVAASAYVFPIMRGEEGSTWAKTVSFDKIHGGKCLCGLSRNSRCPDASQDSENKSRSENQEKAGLHPESVFERNLYR
FLKNKREVVTAPSPSGNIDDAKRYEDVLFIALSGRYLQIRPHNSAAPVTMELGDSCMFSGLDLTRVGTTKSVSLNSITDV
AGDETHLYIADSTVSCVFIADKKLMYETYRNKSHFQRHTIPIVGLIGTPWKSKGGASTLRRPARVCTDEAFIYIVDRCST
NRESNSRVVIYAKNQYKTPAHIMTESEEEFEFRDLYVNGRYIYAAGSAHGVMQVKIFSKQNRILVRSVEPSHQDPIQDIV
VYSMEFVTRIFLLSNNFQETRVYVYDGAEEAGFKLKTTLKGKGKAHRIFRRDSDLIVVEHKRYCIWDMRTLNVKMSVKAS
RLSEYSINTVSSPQYEPISSCRTFLSEDGGLLFRHFRVQDESAPVAFFESKEHRSGLWLNRKAKLLVPSFFGAYGRYVTI
KLLRGTAAGERQNAVERKLCRGTLDRKNQTKNQSKIHFADCKEKSSRNGAVCFPRDHEKRTIVWDGEHGDPGNAWDLDPP
TRDSTSQANSSAWRHLDTLRLSMIRSKPVRARGIIRWVMCVERLRASQRRPFVKIGFLTRANVAAAAHAERLGFYGLEDT
QVEEGVHYHFYINFSAKVASVSKGHAQAKPIRQWRNLRFIGSHICVVATARAVGFQCTIVNNEENTAGETKRRVADVTRA
KDAKTRQSGLSFTPSPTAVEEGGEVDERNELSICHVALTAVESPRLRRVEDEYLHSSGRVGSSKYPGIFKREILENKQRA
SVSNKQPFVSSPIVHVIKSGVIQLRRNSKVNRRAARREEEKMEKLLTSFVSPRRIEQLGGKLERFPFVPNDGIRMLYTTV
LLAKAAAAAPSKLLTRAFEASLALLQAEGVGAQSLDEGQNESRRGSQGRNRVHSGMNEHVEEEAFGSREQIETLSDYLVF
GSSYRRRDGGEVGERRNEGRGTHTEFKHGLDVGRCCTVFRLWAILANADKPLQERICALGNAAVFLKVALCARANDQTEG
KYKGSVFVPSISEPYHQRRQVHAAFEAIASLTRKNRETACVLGKELLPHTIAAILEEISSGRSIDGAVVFSGLRAITNIL
ESYPKHVEILHKSPGGSSRLLTSVLERAPPVIREDPDVICQAMKLKNRIMYSS*                          
>Bnat_53030                                                                     
MGPPELTRTSSFKIYQTSEVETKQASLISKVCELLYVSNDTAESLLRHYRWDDGKLKKEWFEDQKKVKQEVGISTVSDSE
RTSSSHEMIQCLTWGCGRVPKRKAHALACGHYFCKGCWRDFLESEIAKGRTCIFSRCPAMRCTKQHVHKFGCACQELVPS
STFKKYIKKQDLLEKYKYWNLQSFVEGQEGLKWCPNPKCTRIVEYKQGGEKTIGCQCGNRFCFSCLKNEHEPAPCDLVQK



WMESTAVKDDATELWLKARTKKCPKCGVRIEKNRACNHMTCAKCNHHFCWLCKGPWSEHGTSTGGYYVCKKYNEELKKGT
RSNEEKDMITTQQLLQKYNYYVGRFTDARNGVELTKKLERKMEQQFVRQNRSVEHTKFITEATTSLAYARTCMQWCYVLD
FYLVASKEKKLFEFQQELLIGHTENLQDMIETNGVDDLLQKKKDILSKTTTLNNLRRRMITIVNEGNFEAVLSYKGDAKS
EHWQCLFCETQNRTCYTFCKSCQACKLHGEPDCRACSAGRRT*                                     
>Bnat_86892                                                                     
MRDCPKCNKDQAGDPAQPWMTCQKCGHEYCFVHANLHPQDVTCNEYDAKMAKDKAFKSSESLIKKTAKKCPGCGTFIHKI
SGCNHMTCTVCHTGFCWLCLEEIGNSTMPAHFDPKGENPCAGRQFENGDQPQLPLRLWEVHMCVLLPMLLVLLLVPLVFL
LVASLSLVFCLSLCFLALCGRDCWEAIFRIAVVTLSFPVLLISSPFWLPCVLYIQCIVARRNRVAEDIGDDNNVPFFEPG
FV*                                                                             
>Bnat_143107                                                                    
MHNVRQYMMLFPIFEFAVDWKLWVNKLGSESENVNWILANTKICPKCKVHIEKNQGCNHMTCRKCRHEFCWICKGEWRSH
RGCGGIKYEQKKEEENALKAKTELSKYMYYVTRYEAHEKSMKFAQDQLDGCNKRLAELRSVMPHARLKDVQFYEEALRQI
VDCRRSLMCVYAYGYFSKVLPKNNSESKLFEMSLETLEEITDQLQEGVEKPTKMLADSQVRMKIMRMTQAINTYRENMLG
VVKKKQISLLKALGGDPSRKDEEEDDEKLMMDADRADACQMWVFFRAKVRTEVTESGEGFGSGWQGWDEGQSHGFWWGVW
TRVWVRVGMSTRISIARLGPGVKRGEQVRTSFRNETRAKVRAATRVRIRVEITAKVRTGSGPGSKSRRKSGPRQGSGPGS
RSRRKSGLRQGQKSGLG*                                                              
>Bnat_69772                                                                     
MCEQEQEGNMQDPPPSSSSSTSSNEKPPTLPTLLREASQLAKQGMISNEEKVVLKHTLLKEGGENGDAEAGGDRKQMMMM
ISKQQLPSKSIEATHYPRRVSDLTNSSSRKLMRHFSKIIHNKKLATDVGNSKGDAIDDGDETWSSFRSILRFLITSAREG
KMNDADNSSITRKEEVVATTSSSTIAQKEEANKQEEGGGKGGGKLQTSADVAKVVVSSLPVVLRQISDMKDAGLIDGNNE
EEEIKIELIEMQRTIELLRALKEGPIRRRNSNIDNNDDEGTGVDDANAKKTEPKSPSSLQEEEEEKKKKKKSTKQQQTRA
VAMEEALKMWGKQIYEVAEYIDYNEDSDNCTIHVSATIPIFLKARMKKPVGFEICMALPLNSAVTIASTTTTATAPKQQQ
QQQQQQQHQQQQEAPATTAVNGQDNDKAASNSDDKDEEGGGENASCVLLRSLVDSLQIQAYLRPSMQGKAGKMKESLETH
LKSIAMEVVKEKQRQKQTPAAVHQYGFDLISKIIDGGRKWVSMNEVRLKKLRRRSRSQSRSRSRSFTRARNGAKKESDKD
NIERTESNEIDCWNILGELYQTSPNNNDGKEKKKNKNKKTGATQTTWHPEKLDTQIQKRSWSMGEAMGVGSGEALQVIID
TVAAIEMEEQRLLANKIALESKKKLDTEKSERRTLRQKAIAERKRKQNKRTERKSFVPRLSQHQLAAMSMEEQIEYVARW
SGGEMANIDTEKIKKMKDLKKKRDRVTDQTKRFQENVGSHARELSRAVKKATAAAASLDDDGNEQKGSNQLADSKNYEHF
RKKMREDFYDVDDNSKHRFSCEICFEDFPRENGLKYAGACRHEFCVDCWKGYLTSQIDQGKSIIKCPGFKCKEFVEDTVI
TGVFSDDWVELLVLLADRYMMGISFFLWLCCSLPCVGNGCEMVAVGGDYLGNVHCKVCDSEYCFSCGSMPHWPVPCKFIN
VYEGDILENKRQRCVQNVRNNGGRANLKARREQVSFNMKKCPKCRTPWFKDGGCNHFSCPCGHHFCWICLGPWQDHGNSF
YKCVRKKEYKTSALKLSFSSEESWNMEIDRLVTHAIFSNDVKKIMEEKREKTVRKVVEWCSNPSVSRSYIRQVASFLHKA
HVFIRSAYIFIVVLICSINVVPKGEEHWREMREYKVRKKRVEIIIEDSLSQLEQMEYLTDLLDQIFCVVPNNLLTRRDRY
QLNDTIRGVQKYAVQTSAQFDLARQQFIGKDGDLLLTIDGFTEGLKFVANKSAETIVRAQTV*                 
>Bnat_82873                                                                     
MVRNEAGLAVAEFKKELGSDSAVDPNAEVLCPICFDNVKVKETTALSCGHKVKSGNSCVSAICMYHKCTAKVPRGTFEKF
LSEDAEGRALLRKYDEYSNSDYVDKNKALIWCPAAGCGRALEIPKEGDSNLDLHCACGFSFCQFCKKEAHGPLPCSLVQQ
WDELVIDSDRLSEKEKKAKERTRKLKEKMRKNAEKNEKWLLKRAKPCPQCLRWIEKNQGCNHMTCRQNAGGCGHQFCWLC
LGNWQGHRNCNSSNAAAKQREVLERKRKEGYWDSVKIKIFGSKEEERLAFASKKFLEAKSSIEHLKKNRSALEVVVAQSA
PKFTRADREFLYAAINRVVLCRRTLAWSYALSHFLPGDTPPAQLLDRQQAILERYTEALHEIVEAPLKVLNYLAGPTAGN
FHRFQSRILQAKLKAAAAEKALVTAGVDFHENGLLPSGNKPIYGQDNAVVTGEDVKTTTTIAAAEAENRWQLNSAWWTPI
DPHNRDEGGAGYEGVRITKEALSAKLYDLL*                                                 
>Bnat_88815                                                                     
MGQAICSSVLNGIELSSDGRVLFEELLQKIKEDDELMQFDKAVKAISKMTPKEGKVLIAEVETTLENVWGRNFQKNIERL
KGKRTKTRLDDDDGGWGDTNADWGEDEKDAAGTEEKEEADGDDGWDDNEPEMKRTESWGSTGETNEGDWDEGEGNEDWGE
EEPTLEQVDSMEDIIKPKKSGSFFCLSEGYLMQEVFKKSKALADAVDIPRGERAIESFFSDPRRLKKKAYTTHPPIESKE
TKVRCMFRAQLSGKDEKEATSSSKQKKTPKLTAVEKAVEKLIKKAKSQAEIYKTLGSKFKLRDVMMAVNKMNARMAAESL
ASESLTICESNNGIVPVENATQLRCGHWACNDCWESNLRYKAKSGRECINFRCQYVVCKKRNCRHKSDLGCFCQEAIPRE
MFVKFLKTEEVGKYDKWMATQYSLDNRSTITHCPQAGCGWWLKPNPSELTSRATCLCGKVFCFSCGRAPHNPVPCFQYED
FQERGKPMYLEKLWLESSTLPCPKCKAPIEKNKACLHMTCICTYEFCWACGQKWQGVGHGFYNCPKYKKNEDAKTRDEDQ
QRAIRELSKFKWYQRQMDVTRKEMEEAQKRKAEWEKEMEDKTNSYRDYAFVFDALDTFLLAKEQMLNLSIIAFYFQGKNI
EWRCPSCTFANGYGEVCQMCNTKKPKEKKSDSVKEMFEFQQRMMVKVTTSLKKCFEDKTLDNVLKEKKNVQTKANACSKF
IRELVRDVESGKYTAYILEQPDDSISGWFCIRCEQMNKFDTMICKSPGCEACQVHGEPACLRCNPRQ*            
>Bnat_88940                                                                     
MKIAPSTFFVRFLVISLLQQALLMKLHYLFEVIVTLTIATLTNCSVQAQIIYELWRNGSSKKSRWKPKKFVVNRGMLMQY
SAKKNDNLKGSDSAFQQAWILSRSELYVSRGPGFNEILKRMGLPKFLADDKALFVVAERPGLRCAVIRASKTGDEKRRFK
GIMELVSEISAEIEEAESFKAKNLEFSDALKAELEGKTKLEALEVLIDTEISAVNNPRLKRVANEITTKVLDHADLEQQQ
TQLVMEVAEKLKISIAESAAMLRHYQWDSAMLKSAWFRDPEGVRKEAGLIVEEFDSDLKNQNSVTGKVICPICFDEVLAK
DTYTLIACGHKFCNDCWTGYLEDKVKTGKVCVSAICMYHKCQAKVPKEAFRRFCSKGLFEKYLKFATSDFVETNTNLIWC
PAAGCGRALQIPREGDTGDLHCNCGYSFCRFCGKEAHRPLPCNLVPYWENMIMDNSKLSEKEKAAQKRKQEMQAKMKEEA
TRNEKWLLQRAKPCPRCLKWIEKNQGCNHMTCRNNAGGCGHEFCWICLGDWRGHKTCNKINSAETQKKVLERKRKEGYWD
ALDVKVFGSAEEERLALYSSLYIEALNAHDHMKSMQDKIMTILEKSIPDFSKSDRQFITEAIQKVLAFRRTLAYSYAAAN
FLPESSPMDLINRQQAILERNTEILHELVEAPLKVDNYVGEGKEGRGGKSGQNFGKFQSRILRVQMKAAAGERALVTAVQ



DIADSGLLFNPNEMNMVGTPGHHPEYQATFVEENAKKAEKIGQWWDTLLDGLRRENDDVKEAKEKRLQEDQHDSLDILPL
ELPRLGRQKSSVTPILSVASDGGELLRDDDDTKTMTTATPSSDDDADTMMPLMLPKLKRQASAMWACVLCSYLNDLHRVR
CARCDCNIDGFFIGERDNPNIFTKCRQMLEKIQEIDAKDMFRGIYQNKRDEDAAPPGEAPISIFLCSQSQHYVVALTEEV
WPEHSQRKSDKKKVILPSSKDQKKDDEKGNTRAENREENRNSIDFLERSGMWGTWNQAINVSRGGGGGGGGGGGGGNGLA
FNRPTGLCYDEKYQKLVISDSGNHRVVAIDIKTGTVAQTLGGIGAGRQAIQFNNPYQCCISSEELFVADYANARIQVFKR
GLEYTYSRSVPAGNGRLNGNPTNVCCDEKSLYIVFAHSHRIQKHDLKTGAMVMQAGTRGAGTATNNMLNNPWGICCDSEY
LYIADMYNNRIAIWTKSSLEAKEEIKQPSGTSRRLSQPCQVRILDEMLFIAQNGQPLLVLDKKKRTLITTISNTGGNVNQ
PNMISPWGFVVTKTWIKASIFSDSDAKKLIEREKNASERGVVIEPKGGVKTKVHAGQVINFLWESGRKNNDVDTVSIWLK
PTKETLISGPNLLQSMNASVCDYYTQSNHHHHHLLQIARYVPNTGVYRWKVPEEKEFEGKYIILKDLLTCGAFTILIELH
KPEKREKELVRILASVYRADKAEPLCIGISKLVVYGPSALQMQQRIAPILLKHKREYPHLWSVTLAKSKEKAYVMRLLRL
LGKFAKDIKDRLTSKSEVPLKVETLENGNLVRIIPRGGKDGPKMTMDLLDTKLVACDGGVSSADNGPRNVLNPSRETAFI
TKRKTNVNITLEMGDLTKVTSVQMFTDTRLYNSALPPAAALVFVTRNKPKPNAFSEWNDSTLEDFEKNSANVARSNARVY
AGGAVCNYNTLLQTLEKYRKELDEETCEYLNREKKRISFESKNSLVEASAKAKASGVIEVQHLAWDPYYVSSNARIHTFT
YIQRNNVSIKDMNPGSWSLCRSVPLCFTKSALKRAETEISLQQKASFNRHFESEVVVKPILIEDAFGCKSLKCGIRVHGT
TQGMIDVGFCQDVNSSLSNLRSRVSSRTYCIQHNFNAVTPMSLSNGDIIEISIVLKNPQSATFTRRRGKGQVETVMTRLQ
NIQVDKDKPLYICASSTIAGSMFSFVRVGTHWIPPSQTEAAIKTKRARDTLKLKQLIEKALVLPHSSFASSLSHPEQKSS
SSCSPRPNLLVAGGANRGEIYVFDVSGDPTKLPEIMEANEEALFRIKEQFRNLNQMKIVGKSVYIIESNRRISIIDIEEI
EMAYFKRKRQINKMDSKGKVKTGDLPPKIDVACKKIEFKIQSYSSQSWNFRDIDADETHLYLLYYKSDKQSSFIIKAPLK
TIKDIKAGGKTYHTVRLFQPEGSETLKFNGRVGNKICVDQDLIMVALPSSVTIFDKKTEEKKGIICSFGGQGYLSNIQGI
AAQGNYIYVLNAGYSAIAIYRKDNLQFDQRFTPSTNGINLIQTPNMFQITTNHHLTGDYGLVTPLRGVMLGAARSNNEIS
ILDMGNIDEGRTVLTGIKYPRFVFTGEPVFKKDDSKSNVRSISEKKPEYEETGLENSALNHGVEKYLGIDLEKGAEGTSL
LSAASDIPTKLFVACYSNNYLSMRGLDDDGSSSTIDVRQWQLPVGLNMMNRNNSVRNPMGVAVDETQVFVCEYTLHCVLV
LDKSEFEEDNSSPRVKAIIGTRGQSSNRPDGLSYPYNLCLDIENLYVADYSNARIQIFNKETYQHKRSIKLQSNPVGVAV
DEEAVYASIQSLNRVDVYDKRGEFIRSIGGNQAQGEARIKTAYGVAVDTENCYVASYSDHTVKVFEKESGEFKRCLNRPS
NTSGGWSYPIGLSLWNGILYVACSTSGTVLEVDVESSQVKNTHRGFSNPWGVCVEMDFSPKSTSSRILCHNPLHNEMLPV
AYINPKFSSRAIIAPYFAAFGKFVTFKLLNNSNKNSNTSRGATTTATTTVVHNKDDDHAPSSVSKRANLMLSAIRKSEFI
AMLPRLKFDHRWINGNQQQLFYGFENENSTAMRLGYSNGSIATIRGEALDAKGVVKFAFRIDNYAGGDLDVGFITGNTAS
TWMRNQRGNGIYCVTQTQATIQTGTTITVEIDCDKKAARFIKNGKKTVIEIFSVNFVTGVGRNSNGRIRPGIAIRNSGTR
VSLFENVDLLHCSSTSSSIIEKEDMKTMEGSISSLGGMRVNFLGVRGYLCSVLPPSATEENKDESDGKTEIKKSKVVILK
KSTPRRVANDNYIGSLAKSKITCGLATELQIVKKKRASDGYRKQQLMDLKIAKSLLQNHKIKHMAREKLSGIHFFSHMRI
DKVLGLLNSTMIRHETSLTSNVISSSKLDNDNNRALKEWKRGGGGGGGSQKIDESDSSSIDTMSKRVIHVAHYLLRTNGH
KKLRPKKHQVIGNTNGVMRPPRDVVEEMFAATLSKSEIKKVHPACLRLAPFVSRLSKVLDIYDNEGNHRPADPEICCAVF
GFTCCMNILLHIIRNMLRGLWNLGMHD*                                                    
>Bnat_90969                                                                     
MLILLVLFLTELLYVRVLRYLEVKIKEGEVQSIVCPAFKCHHRVPASIIDQPLVNARTAQRYMRFELRDFVKVNNNIQWC
PAPGCEAAVCRSSANQGKNIGNTADCGEGHFFCFECKDKPHDPCSCDEWRRWNKESQEMSAKLGLGGSSQDAAAVATMLW
LKSNTKQCPKCKNGIQKNEGCNHMTCRACRHEFCWICMAPWRTHGSKTGGYYKCNVYKGPGPTDNKGDAQMAKKRLADSK
RFIHFVERIKNHEDSKEKEQRMVRKAGEKIAEMQNATQEVVDTTFVGVSFRQLYWNRIVLCASYIKKYYDTPGGGRGKIS
LLPANFERLQANLERTTEDLSNAIARKRWTKPRHQVVMLTQQAQQARNSFLNTLIPARQMAKRRVESKGGRAKPKSVGAF
ECKRCTFQNSGGDRCAICGYERPAPTSKAEKRDSGSFSRKSRGPSSARKASADEKKSSSSGGRNFDSELAQLLQMGYTDT
DKIIKALRSSDGNIGRALEILG*                                                         
>Bnat_87465                                                                     
MSDTQNVPLDVQPRRMLSAPVGNSQQYERKSPTPLFQRQVSAPAATQKINIARNYNYLETKFEKKSKANRLVKLHRLLVE
LGYSPENTETILKEVKENTVEEVIERVLKNSESKTKASKENEKVGQNEELQKKRLAEFKASVALIAKRPGDSVEVEEIRN
VLPELQRQISNESKTKPATTTASGNNSIQQEESKGLLSEEMVSCGICLCDLPKSSFQNVACNHNYCKDCYSRYLEVWIKD
GKVINLTCPESNCSREISSDEIMRCVDEETAKKYEKFKRDKEVAASSDQRWCITPNCEGILRKKTGSRKGGVTHSLHDRQ
PVNYAKPRFAGIAGTLSIEAHHNVKKCPQCRADIEKNSGCNHMTCYQCKYEFCWICGGKYTSNHFAPYNIFGCANLQDGE
CACFGDDNLCCVPCGYLTCECDCGDKFCRFNPVGFTKRMITRVVCFALMVPCCPCLTLLVMEDECCD*            
>Bnat_39308                                                                     
VVDNMAGIVNIPKPVCVKLLQTLRWNEEKLTTQFFEGRKELLQKHGLESPFLTPKTIDKSSIVCQICFDEVELQKAFSLG
CNHWFCNSCWKLYLTDKVKTAGTRCILSTCPAFKCNTIVPDNAFARFLEKGLVEKYRHASLNAFVTQKRELRWCPGTRCD
RVIKAGAAVTTVKCICGQSFCFKCSEEAHNPVTCDQVSQWQAKCDKESETAQWIISNTRKCPKCLVRIEKNQGCNHMTCQ
FCKHEFCWVCMGPWSDHGNHTGGFYKCNKYNPHLQKNKDESKAELDRFLHYYQRYHNHDQARKFAKKQIEIAEKRMADLY
AKGEETPQWQSVQFLRKSTVQVLECRRVLKYTYVYGYYCHDAKERELFEFLQEDLEKATEKLSELSEQPLESLQRQEVVD
FTMFTQKFTDNLLRGLVNGLTKVRGE*                                                     
>Bnat_90416                                                                     
MESVNEAGFRPFKKIKNETGQPYGVAAGGRGDVGQRNVQRHDGQGDGKIEGNSQCGVCFEDYCIDQNETMKKPITIPRCQ
HTFCGACWSRYIEEQLELGAPFMQTVRCMESSCKVTLNDQQIESILLICHKQPTKLLARYKQLRINQEVRDDPLKIFCST
PGCEGILECKSLERRIECGLCKKLTCFRCKIPWHFGVSCIEFRMMSEEKKVALLGRAAKEESQTVVTLKAASDTYQRCGG
CNVFIEKLESTCDKMKCLCGYKFCWKCGSVGAKCKCSKGHMFYDNRRAAMRKRRASGR*                     
>Bnat_91641                                                                     
MTAASRCLALLLLLLLLLMPWDHSSHNKRWCPTRDCNTVLEKPAGWERKVTCEKCHRSYCWKCNERYHNMYKLMNTVKPC



PKCRSPIERSSGCNHMTCGVCRYEFCWMCGGKYDSDHFEWYNIFGCPGGQDGGLACLGDDTCCGVNCGCCSIDCGCECIG
YHHINPVGIAKRSLVRIGALTGALACCPFICCGLALSACEVDLGLEYCLSLCCDDD*                       
>Bnat_91582                                                                     
MHRDNYQSFSADDDTEAQYRRQPSLIRMMSGEDSPANPASAVQEAFLAMGRRQSSVGEMEETYYCNICLSNKRVSQGYKL
KNCGHMYCRPCLAGYLKSQFFSRQIHPRCFFIDEKKACNTPISIDDVKAVASNEAMEKYTYFANKEKNPNYVDCPKCKKQ
QEGDPRKPWMACCSPGCGQEFCFVHQLQHGPEQSCAEYEAHVRKIEAQNRAWKAGNTKKCPKCGVPTEKNEGCNHMTCYV
CKTGWCWLCGEVIGNQSFPDHYKSGDCKGKQFTNEAVAYMSPWEALCCIMLPAFFFLLFSPLAFIMAIIVCIISPLFYLC
FCLTVHIIIFLPILLVTLPFWFPCFIYYNCAIAPRRNRARAQAIAARGQELDQERAQSYVEGKVEDVQPLLGSNMA*   
>Bnat_85645                                                                     
MHAFAAAAAAGCNTPAVVAELSNEKKGKSNLASRLEAMMIFHPLHAEEAKTHQQRLDALSRAIDISHRPLVGPGQIRSLI
QEDIRSFMRGCQVFDPFIAERVLSAYSWKLDDAIRLWNQDATRRQVSDLSGVSVKGSLPTLCVLPATRAEKLRHDRKISG
GDGKRRKERMMLHDLQRSRNTCLACGMGQFEGEDEIRKKALRRRQQEQEGKEGDHDNGSSAAPTASLGPSLLNPLAVTIV
GMMKKGKGRGEIIRSLRAKGGARMTDIMRALQAATSYINSDRMKEEKEEEEEEEKKTQGSRHRKRRHTIRNDKGTDKENN
TCNTCCNGGSSSSSTATNKVKSKAKTEGDDTGMIAKEKTKKKKKKATNNGTSSSSSSSSSSSSGDDVKVEYSKRLIRVSA
CKHIQCVDCWQRLAKVHIQDQRMGYVKCGGAGCNIKLGGSAFEWVIFKEEEAAPEKEKKGGNPKKNEGADDDSNKPKNRR
GGRAKLTKMGRELAERRMRWVAEEFVRSREDIKWCPSPDCNNAVRRKRRGKHVGKIAQCGAGHMFCFECGGYPHDPATCE
QAAQWQQASAKLRAQYASSSSSSSSETKKGRSANAAFALSKWIIGGGGGGDNKNEEKQGGGGMAVGGQDLATLVWLSRNT
KACPKCKCKIQKNEGRLTHYLGRFQAHFASAVLEQKRLKTASRRMEELQQATQETVTVSFVETAFRELYLNRVALCGAYI
YRFYVQKEEREEAKKGLLSATVFRGLTAGFGFQNKTNLKRFDKLHSTLERQTETLSNFVARKRWATSCAHILQCTAKAVK
AREDMFRHVENVKSLPLEKDQPRKRIIVSSSGGSNDDQEWECKQCTLINSGVNPTCEVCGAGRPSGGACSIS*       
>Bnat_25546                                                                     
CGICWDSIAPGRIRETECKHQFCVDCWSGYLTSKIGEGQVVSLRCPEPSCNREIKEDEVKEVVNEGTFAKYKKFQKNAAI
AVDKNKRWCPTRDCNTVLEKPAGWERKVTCEKCHRSYCWKCNERYHKGSCEKKAASSNAAAFAMYKLMNTVKPCPKCSSP
IERSSGCNHMTCGVCRYEFCWMC                                                         
>Ehux_96103                                                                     
MCQVEGGGGRTFELRVPIELEAPLSLPSGERLDALPPLTLRVRHGSGYPSSSPPGFGLRCCWLSDGQLEALAASLDGLAA
AAAGELCVSAWAEWLRTEAAGQLELLQEGATLSLPAEGGTGQAGADEATASAGERRAQRWPRSRAEVLARLRQHAAAADA
AAWASAVHDCGVCFDEYASLDCTRLHACGHTFCKSCLRGYWSSQLREGHATALLCPHPGCGAVASPPEAKALLSAGEYET
YERLLLAASLAEMTDTSWCPRCEYPAQLEPRVEGRAGRVAICGTREREQSVESAEWIRSNAKACPKCGVATEKNGGCNHI
SCRTCNFEWCWLCGCKYEPGHYKNGPCEQFSQDFFDEIDMTPEDFRANYVVMNHQ*                        
>Ehux_432650                                                                    
MIKTKVAMEPAAVTRSKSAPSRTTSTATKPPAMPDKVCPICCTATAKLVASAPACACHACHACVERWVAMQLPACRAKKQ
LRVKCFGCAKMMSQRTVLENSAAAADLACQLERREILQRNDLYPESVQVECRRAECVGIGYLGHATIMCMICEEQWSAEE
MVVHAAIALDMQEVAKLSSGELASIKVGPSLTITVRKCPKCDIVTEKNGGCDHMRCARCSHEYYWSTGKAYH*       
>Ehux_97057                                                                     
MSEYTRQSCHVCRRAVWKDAEQAEAKRAVLCAACCKHSEPPPICGICYDPCRPVHLGCRHSFCEDCLRTTATVAIEEGRS
VLSCPEPGCSRTLAEPLLRTLLPEAAARRLLENQNARTRDWSRSILEGAALARPDAPEVRLVAWARGGHAQLCPRCYVLV
EKSDGCHHIQCPCGQHFCFACGKEWDGHQCLAERPRFNSQGLLPESAEVPAAPPSLALAAPHGSSALVDAASARAAVAHA
LTLKCPRCQRAFAMEDDFADCFCLRCSSCPCMFCAWCLEECPATSGDPHSHVLDCPRAPADMRGHALYLADHNGGPHVPP
HPRRKFEQHWAAAQHTALARLLESIGDETSAAAREVVREAMAAAGERAAAALPERGR*                      
>Ehux_415010                                                                    
MSEAGSSDGYDEMSCSQEDTSDPEEEIFDSEPIRQQTQTFTVLDASECLALAQKEVDEVRELLCCSEEVASILMRQFRWN
REKLTEEYLCDADKVLKRAGIHQGENLEIVHADGAVAVGGTSQPRGSLPDVQCLICYETSADYSALGCGHQFCNTCYTTF
LAHKITDEGYNCVFATCPKPECSLVVSERLVHSLALPADKRAIFDKARRIERSYVDDNPNLKWCTAAGCGNAIRAPKGHL
GVKCSCGQRFCFKCNDEDHAPCSCEELAKWMVKCRDDSETYNWLMSNTKACPKCATSIEKNGGCNHMTCKNSSCKFEFCW
VCLGPWRIHRAGSYYSCNRYDPEKEKENPEAKKKDSSRAALERYLHYYTRFTNHHNSLKFEVEARAKMEEKIKEMEKQGD
KTWIDCTYLKDANEALYECRYALQYTYVYAFYLPQGGNFRTHFEMNQTELEQQTEQLSEMLEKDVSEIHRAEVVHCFTMA
KTRLTNLLELVAVRGSGSATDTSGGAGSSSDP*                                               
>Ehux_415290                                                                    
MCRSSQSWSQRSDDGYSDDDDDDAAFDVEETEDAGACSEEDDAIVMSGVDLANEQEQQIDKIAGLFDLSRVAASSLLRRY
AWKEERLIEEVLSDRERALDKAGVKRQRSDAGPSTDSFECGVCFADYCATDGSALRCGHRFCNSCWKMHLTAQLGDGNAQ
AIRCMHDECTALVEPALAQALLDGASYAKFARFAQRQFVDDSPLLKWCPAPGCDFVIKVRDLSRTECACACGMTFCFQCS
REAHAPLLCETLTRWEDKVKDDSATGQWMSANAKRCPKCHMHIE                                    
>Ehux_205120                                                                    
MAAGSSTQECASCFDTAPLSPLCASSAHGLCAECCWRCCESSLGEGLVPACPFKDQKCGAVSKRRALTALDAAQLPPSQR
ETFASKLDEVYLGAERARRGAVQCIGKGCEEWYVPPVPHSDRPQRLECSRRACGAVFCSACRQPFHVRSTCAEALRLSAR
WVRFLQDELAPFLQAAVRLDGERWSPALAAHAQAKGSLDDATRDALSRFDELRRMELWKQAHCKRCPHCRRVVEKMEGCD
MLVCGSDAHGGNQQRGCGKPFVWCEGQPNSALNGCDDPVVGPRLQCVQCEVPVELCVKCVAWAGGGSRRLQLHDGRTHPR
QHIFRRVRPVMSHGGASSALAPGEDLVEVIDLDEE*                                            
>Ehux_214005                                                                    
MPLPPRPQPRSARDASRGGDTGDVWGGAAALLEGDASSEAEVDADAAARADELLALEAIYSDEMCQVEGGGGRTFELRVP
IELEAPLSLPSGERLDALPPLTLRVRHGSGYPSSSPPGFGLRCCWLSDGQLEALAASLDGLAAAAAGELCVSAWAEWLRT



EAAGQLELLQEGATLSLPAEGGTGQAGADEATASAGERRAQRWPRSRAEYASLDCTRLHACGHTFCKSCLRGYWSSQLRE
GHATALLCPHPGCGAVASPPEAKALLSAGEYETYERLLLAASLAEMTDTSWCPRCEYPAQLEPRVEGRAGRVAICGTRRL
AICASCGTSFCAECRQAWHGISPCANLAARWRASDERGRETLRQKYGDRLMEEANFWGEGGRLLAASFARHTACPKCGVA
TEKNGGCNHISCRTCNFEWCWLCGCKYEPGHYKNGPCEQFSQDFFDEIDMTPEDFRANYVVMNHQ*              
>Ehux_217312                                                                    
MDDDEALARRLQKEEAAFAARRDAEDASSLQQFLKTANVVSCPHGCGTLIERPTACAVPELRTAPAGALKRDAGGRAMGR
DQVLHASTWRLRCAGCSRDFCGRCDAAPYHLGATCEEHAAPNALAASGLSRSHVERRELERAYDRLRGSCGGAECLAALR
EARARAGCRAATGESGCLGCVVPGCGGGADADCVICQEPLQRSPATVSPGHGEPPMLATLAPPPPSPLPDPHLVTSPRLL
AGEACAEHGPENVVWKCRYCCSVATWFCWGSTHFCDGCHALQMAGRLSWVAGAGCEASRCPLRVRHPPHGEEFAIGCAVC
RSRRAAG*                                                                        
>Ehux_109772                                                                    
MPCAWTAAEDAVLEYCRARVAKGKGDWRQVAAKRLRSKSLRAIALRARALTKNHTNSTRADADGAAGEMNTELLSAPAPS
TGLTGYKKHSIPRSCKSRGSKGRRQEEERHCSLATQLTREYATACIFGRERRRPMRRGVAHRVGAGVFLSCEASCLEADP
PLNPPLPPPPPAAPTMWAFVKPVLKPSRLTPTAKALGVVSRAVPAHEAKQLGAVPGEASAAEEQGVCIVCFEDDPGVTRL
HAGCGHQMCITCWRSYALARMEDHTSWLDASTAMIRCADPNCGVVAPDSLLREVMKRGEYDALLAMRSNALIRSQPTLSY
CPNAACVSLVCTTRPGDDQPRCFEAACGACGERWCPSCGEEPHWPATCAECRVFKSRHGDGDRPMQMPSEGIKPCPNCHA
PIEKNGGCLHMRCWQCRADFCWACGQTNHARGGTWHPSGACTPHAWEQQIAVRRFFESSVPQFENPLPMALNFIGLKHAA
AQQLSLIRRAVAAGAHAGIRNWEVVGPLAPIIQRAWAARRISDAAIVRVTEMAYESARALASAYIALTVASERTSEPVKR
ARRAARRLLTSPATHTFRECVDRLTVASTELQLLFGQQSPDNELCHQRAGAALHAMRQLQHAAVEWRRASADER*     
>Ehux_228892                                                                    
MFPTSGKDIACVACQSMLCIVCKAEAHDASVPCQPAAEDPALVALAYDQGWRRCENCLTYVALKHGCNHITCICGHEFCY
ACGVAWQDPKACACDLWSERMLLREEERRLEVAEEQLGRPLQQAERAALRQQLNVANHQGQECSHRSKETLQYREFAGNR
RRTCNNCDQSIRHYCYECTECGFRVCQVCRYNRRLP*                                           
>Ehux_115044                                                                    
MTEYTRQSCHVCRRAVWKDAEQAEANRAVLCAACCKHSEPPPICGICFDPCRPVHLGCRHSFCEDCLRATATVAIEEGRS
VLSCPEPGCSRTLAEPLLRTLLPEAAARRLLENQNARTRDWSRSILEGAALARPDAPEVRLVAWARGGHAQLCPRCYVLV
EKSDGCHHIQCPCGQHFCFACGKEWDGHQCLAERPRFNSQGLLPESAEAPAAPPSLALAAPHGSSALVDAASARAAVAHA
LTLKCPRCQRAFAMEDDFADCFCLRCSSCPCMFCAWCLEECPATSGDPHSHVLDCPRAPADMRGHALYLADHNGGPHVPP
HPRRKFEQHWAAAQHTALARLLESIGDETSAAAREVVREAMAAAGERAAAALPERGR*                      
>Ehux_116587                                                                    
MPCAWTAAEDAVLEYCRARAAKGKGDWRQVAAKRLRSKSLRAIALRARELTKNHTNSTRADADGAAGEMNTELLSAPAPS
TGLTGYKKHSIPRSCKSRGSKGRRQEEERHCSLATQLTREYATACIFGRERRRPMRRGVAHRVGAGVFLSCEASCLEADP
PLNPPLPPPPPAAPTMWAFVKPVLKPSRLTPTAKALGVVSRAVPAHEAKQLGAVPGEASAAEEQGVCIVCFEDDPGVTRL
HAGCGHQMCITCWRSYALARMEDHTSWLDASTAMIRCADPNCGVVAPDSLLREAMKRGEYDALLAMRSNALIRSQPTLSY
CPNAACVSLVCTTRPGDDQPRCFEAACGACGERWCPSCGEEPHWPATCAECRVFKSRHGDGDRPMQMPSEGIKPCPNCHA
PIEKNGGCLHMRCWQCRADFCWACGQTNHARGGTWHPSGACTPHAWEQQIAVRRFFESSVPQFENPLPMALNFIGLKHAD
AQQLSLIRRAVAAGAHAGIRNWEVVGPLAPIIQRAWAARKISDAAIVRVTEMAYESARALASAYIALTVASERTSEPVKR
ARRAARRLLTSPATHTFRECVDRLTVASTELQLLFGQQSPDNELCHQRAGAALHAMRQLQHAAVEWRRASADER*     
>Ehux_117507                                                                    
MSVATTSVATMSSSDEEEQANELLVLQSVYGDNVLVGDSVTDNDGAALSAFSVDVEVALETRVSLQVELGDHEPPVSEAS
SKAVAGFTSFVRDPRELVNAQTEAAAGVQAVLPTRSKSGRSLVATARFLPPLHLALVLPRDYPSSSPPRFTLSALWLDVE
QLSLCAKALDKLWEDMAGNGVVFSWVEWLKHEAMALLGLDGNGYDGSDLEGAENIDGCGGGSGSNGGSLDDVRVVAECES
PNEALVAILQYAFEEEQRAFALEVHTCPICMDEVPGMACVAGVAAGCEHAVCRQCLRVMIETAVDSATIDGIRCPMPECR
SELPAALIAQLVPSETQCKWEGLRKEQLLAALPGLCYCPRCDPASAQYRHSGRPLLKGTLCKFWEAGACAAGSRCKFAHG
ESELVLPPQAVPCLPVDDSDLCICPECDFNFCAACYDPYHPGSECASLEARTAYLAARAARMVGQAASSSSHSSSRAAVH
AKLAELKTLEVIKRTAKQCPSCRAAIERTEGCNHMQCRFCAAHFCWSCGQIIGSANPYDHFRSGGCVVFPTEAPRRGGAG
PLRLTAAQRREDRLARQLLNQQRGGQNLERLQHQLALRGKRCPTCGAVNHKEDNSNHIRCHHCRGSFCFLCRADLRRGMR
GHFTSTHPQHSPLDEGGIAEALADLDLAVDVI*                                               
>Ehux_118020                                                                    
MAAATQECASCFDTAPLSPLCASSAHGLCAECCWRCCESSLGEGLVPACPFKDQKCGAVSKRRALTALDAAQLPPSQRET
FASKLDEVYLGAERARRGAVQCIGKGCEEWYVPPVPHSDRPQRLECSRRACGAVFCSACRQPFHVRSTCAEALRLSARWV
RFLQDELAPFLQAAVRLDGERWSPALAAHAQAKGSLDDATRDALSRFDELRRMELWKQAHCKRCPHCRRVVEKMEGCDML
VCGSDAHGGNQQRGCGKPFVWCEGQPNSALKYEADLRGAADYAAEEDGGGGAAGGGGGGEGGGGGEGGALRERRLRRDAR
EEHQVRPGVAVRCSGCDDPVVGPRLQCVQCEVPVELCVKCVAWAGGGSRRLQLHDGRTHPRQHIFRRVRPIMSHGGASSA
LAPGEDLVEVTAANASLRPGLGTAASAAAAAAAARACASAASAAAARVALPPTQLQPTARAAAASAGAAPSGRKRPALAA
PAPASAARARASPAGLGRGGGGAAASATDPIELSSDEDQPAGQREEGTAPAAGRRAGAGGAAAGRAPSSAEVIDLDEE* 
>Ehux_243382                                                                    
MAASKRPAVIDLFTCPICFCETEPAEACVLAASCGCAFCVDCLSTYVRGKVEAGEVTAEQLVCPAVEPRRHCPTAGCPFV
FAWEPDNRKLECPLCSKSFCLLCRAEPWHTGMRCEQFQAERGDPEASDAAFAQFASSQRLKQCPKCRWWVEKSSGCDAMH
CRCNLVFCYKCVLKGGVANKANRELKTCSCSAQDAANLRVHETAGRAGNHNLQPQRGGPNHQPGFAAGMAAAVGQALARG
GGPRGGFRGGFMPRLPAGAFAHLMGLAAGGEDEDEEQDEW*                                       
>Ehux_247186                                                                    



MFDDGPRGRRVALGGASRGASGRSKQALLEESRRKRGERERAVAPSRAALVLGRHARGSICRAAVATRLCEALSRDVAQQ
SSTALEPAAALSLVRRLTWLNRIRPSLADAALVEAVARTLLEGQRCGEPFLAARCVCDGGGRWERTAPPLVPPLLRAAAS
QHASAAGRAALRALFAGWSEAALRALTLAVADALRGWQASGLLAGSDSRHDSAAVLVEAVRLCAAGRGCDWRPDGWCEGG
PRLLPPSELQLLPRAMAARLVATLSAQGPPAPPAELLSLRCGHEFCSDCWGGLMTTALQSGAGCIHTRCPQPDCPVLLPA
ELWQRCLPAGTAAGAWSMLHLRSFVDANALLCWCPSASCSTAAALVTESAADVACSCGTRFCGLCGAEPHWPAACAERRE
WQQLLHQSPDAQFLLLHTRPCPSCGARTQRDKGCMHITCTNCSAEWCWACGQTGKRGQWAHVFTYFNVHRGASASAVPPL
VRLALAQVERHSDVLLALAEPAVGGGSGDEASEASPSSGVADGVVDDVPDRLSWLVTCMLYLRSNLKQAPPAAPGGPSSS
RLVFQSVY*                                                                       
>Gthe_100683                                                                    
MFHLHVSEGSIDLLICPKGDCRIPIAPYVVKDITNQELYNRFQTMFHKKSLEKITGLRFCPRCASLDQIEAHSAGTEEGA
FEPVPCVPETAGDFNLYICPKCSFTFCGKCFRAYHPGVSCESREFQQVLDLSNPRLQQSMQERLATQRLIQQSTGARADA
RAQAVGFYRNRLGRAMVNDPRAVPCPNCREQIMKRGTNNHITCNNCSIQFCFLCRVRLKKMAGHFNPSHPQHSDVQDT* 
>Gthe_101656                                                                    
MEEEQQEQQEQQEQEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEHEH
EHEHEHEHEHEHEHKHEHEHEHEHKHEHEQEHEHEHKHEHEQEQEQVQVQVQQQAQELPGGESFCVICLGTERDMRYEVS
LTCRHTLHASCFKRLLEHVLDDEQESLVPPKCPHPGCKTIVGYDTQALLLIYADDEQAQRLLKVYDSKKSKYDAWKMGYL
PCSTPCCEAVSRLVCVGTAASQATVNVIPSHILVDCEQRVLSEEGLRALDELYDAADDQHRRMRLRDPPVELRPYPRQQP
AARDPRPSSLEGSLTHHAPVDMRTMGTEVQASEQLAIGAQAQLDLRLQARRLRRGLHWGGRRLDGQEGHHGQDDDDELDD
YLRWRMRRLEDLGGHPDDELQQVIQCMQHQLSTVTRREEMEISAISRQLHTGPVDKVAVELLEARLRIIQQKLQLLESTR
QTLQGTIRDPAPEATPTLSLGDIHKMCDRALHPSLKSRISRIASGEEREEAGADPTSDQEQIARTTKPCLNCGYRILKTG
GCDHMTCGKCRHEFCWRCLRPSSHHSYSSCRGEPDLLSFSQELQPAIKDVIDKYRGAESPMESSLVEYTHRHLAPGKPID
ENKKRADSQRLSEMLEHRLSMPRRLVYREVRRTAEMRRLQDMQLEVEQERIACSFVLRQVRDSGRSPISKDAALRVCLDP
YRQYLKYRAAKRSLLDAQEELRRTVTRQAPLDFVEGQRHVVDCQCHVIDVDLARLELQKQACALMGIDVPPWLLSCSERL
SDAKEQQPQDISEAICTRTFLDAHRDFMLSRMSQRVQPTGTE*                                     
>Gthe_105636                                                                    
MSCNVDDSDEIFDDDDDDCSMEVCTKDSHHSGPSNMPESCYVKLTADDIVKEQRKLIQNVVELTKLPGHTARQLLQEMKW
SFENVAVLYYDDQDKLFAKAGISVNGEAIDAVAVRGSSGSFVLDQQTITCQVCLEDFEREEAEKGMSTASGCGHVFCNAC
WVRHITTQVKEGQAARISCAGETFVEGKRRRCNIILDECFVEELLRGSGGSAEILKKYQTRLIDSYVNNNPTIKWCPATD
CTNAIRVTDSFDPSSFDTSVECSDGHVWCFNCLDEPHAPAECSNVKEWRKKCQEDSATSNWLVAYTKDCPNCKVAINKDG
GCNHM*                                                                          
>Gthe_113785                                                                    
MSCQQHRHAPPSLPNTNANSFVLEVCGWDAPSIFDQTCGDPDRIGDALGMLFADPAPSTSESDQHQHQQEDFHCVICQDT
DAISSVRLSCGHRLHADCFKRFLAFAINDQEVTIQLPGCPNAGCTDKLRFDRQALQTRFANDDEWRVLLETYGSIERSYI
SWQAGILPCTSPCCQAVSTSVSTMAAVSHQNSTATVKCEGCMAMFCVGCSLASRKLVPAHVIVGCESRVLLEERLRQLDE
AHDAVCQQLESNEQAELGVSFERTVRRRLLEEELRAETREVAACQLRSFPVSEHRLSSSRAAQAARQSSRQPDGSSAVES
HEVTSGTEQATREANSWRLLRDPPPVAGLGAATEMRGADANQLFNLFLHDMQDEEDQIDILDTIATSASFRLFRPRYDQT
VSGEEQPVNVYNLQDILDLCDRASLTALKSRIIKIASGEEQEEAGAQAPSDQEEIARSTKPCTKCEYRIQKMGGCNHMTC
RKCGHQFCWMCLGAWASHSYTSCPGEPNPLSFPQALQPAVKDVVDKYRDREQSLLERRLVEYTQKHLVAGLPVDKDSRRA
DSLQLSRLRQRVEEPARLMETSEELYRLMRAEERRQRRSEELRLRDMQRQLELERIIREFVPLQRTSRSSMSTDAAQRVL
PDLYRQYLKYRAAKQRYLDAQKEMGRRKPLGVPHEDLVNQCYAIDLDLARLEMQQEACFLMGMDVPPRLLQQRWQRPLHE
ALTLMQPSRSEDRKEPVRMPVQGSESWTRERLSDMDLAERVCAWLDLQRDCIVTIGVSADASPSQQGSPGSHHDEA*   
>Gthe_115051                                                                    
MPMKRKYEFLQEVCSEDAASIWDQTCGDSGKMTDLLSQRFVDCNTCSSQQHIDDDEEKEEESGREYFCVICQETDFDMSN
KVSLTCRHMFHASCFKRLLEHVLHDEQESLVPPTCPHPGCSTIVGYNIQALLLIYADDEQAQRLLKAHDSKKSKYDAWKL
GHLPCLSPCCQAVSRLVLIGHAASEATVKCDSCMATYCAACSMASGSLVPSHILVGCEQRVLTEEGLRALDQVYDATGDE
LRRMRLRDPPAALRRYPRPPPAARDPRPPTVDGSQTHVAAADTRTQEVEAQGTEQEDRGAEAQQDPRLRARLLWMDLYRG
EDRLEGEERLELHEHVRWRMRRFEEEGDYVDEELQQTMQGMRDRLSSIKRREELEISAISRQLHARPADKVAVELLDARL
RIVEQKRELFESTRQTLEGMIRNPAVEDPQHRAPPEATTSLSLQDIHSMCDKAFLTSLKARISRIASGEEREEARAEARS
DQEEIARTSKPCTKCGYRIVKMGGCDHMTCRKCRHEFCWRCLKPTIDHFHSSCQGKPDLLSFSEELQPAIKDVIDKYRGV
ESPIESSLVEYAHRHLAPGQPVDEDRKRADSQRISAMLERREPFMLRYFDPREVRRRAEMRRLQDMQREVEQERIACSFV
LRQVRDSSRSPVSKDAALRVCSDPSKQYLKYRAAKRSLLDAQEKMRRETREAPADYVERQRRMIDCQCHVIDVDLARLEM
QKQACVLMGMDVPPWLLSCSERLSDAKEQQAQDISQAVCTRTFLDAHRDYMLSRMSQRVEPRVLEW*             
>Gthe_115052                                                                    
MPMKRKYEFLQEVCSEDAASIWDQTCGDSGKMTDLLSQRFVDCNTCSSQQHIDDDDEDEEEESGREYFCVICQETDFDMS
NKRLLEHVLHDEQESLVPPTCPHPGCSTIVGYNIQALLLIYADDEQAQSLLKAYDSKKSKYDSWKLGHLPCLSPCCQAVS
RLVLIGHAASEATVKCDSCMATYCAACSMASGSLVPSHILVDCEQRVLTEEGLRALDQVYDATGDELRRMRLRDPPAALR
RYPRPPPAARDHRPPTVDGSQTHVAAADTSTQEVEAQGTEAGKQRRLKPKQRPPAQSTILWMNLLQGGKTDWRARNALEL
HEHLHARPADKVAVELLDARLRIVEQKRELFDSTRQTLEGMVRNPAVEDPQHHAPPEATTSLSLQDIHSMCDKAFLTSLK
ARISRIASGEEREEARAEARSDQEEIARTSKPCTKCGYRIVKMGGCDHMTCRKCRHEFCWRCLKPTIDHFHSSCQGKPDL
LSFSEELQPAIKDVIDKYRGVESPIESSLVEYAHRHLAPGQPVDEDRKRADSQRISAMLERREPFMLRYFDPREVRRRAE
MRRLQGYAAGGEQERIACSFVLRQVRDSSRSPISKDAALRVCSDPSKQYLKYRAAKRSLLDAQEKMRRETREAPADYVER
QRRMIDCQCHVIDVDLARLEMQKQACVLMGMDVPPWLLSCSERLSDAKEQQAQDISQAVCTRTFLDAHRDYMLSRMSQRV



EPRVLEW*                                                                        
>Gthe_115053                                                                    
MPMKRKYEFLQEVCSEDAASIWDQTCGDSGKMTDLLSQRFVDCNTCSSQQHIDDDDDEDEEEESGREYFCVICQETDFDM
SNKVSLTCRHMFHASCFKRLLEHVLHDEQESLVPPTCPHAGCSTIVGYNIQALLLIYADDEQAQRLLKAHDSKKSKYDAW
KLGHLPCLSPCCQAVSRLVLIGHAASEATVKCDSCMATYCAACSMASGSLVPSHILVGCEQRVLTEEGLRALDQVYDATG
DELRRMRLRDPPAALRRYPRPPPAARDPRPPTVDGSQTHVAAADTRTQEVEAQGTEQANRGAEAQQDPRLRARLLWMDLY
RGEDRLEGEERLELHEHVRWRMRRFEEEGDYVDEELQQTMQGMRDRLSSIKRREELEISAISRQLHARPADKVAVELLDA
RLRIVEQKRELFESTRQTLEGMIRNPAVEDPQHRAPPEATTSLSLQDIHSMCDKAFLTSLKARISRIASGEEREEARAEA
PSDQEEIARTSKPCTKCGYRIVKMGGCDHMTCRKCRHEFCWRCLKPTIDHFHSSCQGKPDLLSFSEELQPAIKDVIDKYR
GVESPIESSLVEYAHRHLAPGQPVDEDRKRADSQRISAMLERREPFMLRYFDPREVRRRAEMRRLQDMQREVEQERIACS
FVLRQVRDSSRSPISKDAALRVCSDPSKQYLKYRAAKRSLLDAQEKMRRETREAPVDYVERQRRMIDCQCHVIDVDLARL
EMQKQACVLMGMDVPPWLLSCSERLSDAKEQQAQDISQAVCTRTFLDAHRDYMLSRMSQRVEPRVLEW*           
>Gthe_115054                                                                    
MPMKRKYEFLQEVCSEDAASIWDQTCGDSGKMTDLLSQRFVDCNTCSSQQHIDENDDEEEEEGSGREYFCVICQETDFDM
SNKVSLTCRHMFHASCFKRLLEHVLHDEQESLVPPTCPHPGCSTIVGYNIQALLLIYADDEQAQRLLKAYHSKKSKYDAW
KLGHLPCLSPCCQAVSRLVLIGHAASEATVKCDSCMATYCAACSMASGSLVPSHILVDCEQRVLTEEGLRALDQVYDATG
DELRRMRLRDPPAALRRYPRPPPAARDPRPPTVDGSQTHVAAADTRTQEVEAQGTEQADRDTEAQQDPRLRARLLWMDLY
RGEDRLEGEERLELHEHVRWRMRRFEEEGDYVDEELQQTMQGMRDRLSSIKRREELEISAISRQLHARPADKVAVELLDA
RLRIVEQKRELFDSTRQTLEGMIRNPAVEDPQHRAPPEATTSLSLQDIHSMCDKAFLTSLKARISRIASGEEREEARAEA
RSDQEEIARTSKPCTKCGYRIVKMGGCDHMTCRKCRHEFCWRCLKPTIDHFHSSCQGKPDLLSFSEELQPAIKDVIDKYR
GVESPIESSLVEYAHRHLAPGQPVDEDRKRADSQRISAMLERREPFMLRYFDPREVRRRAEMRRLQDMQREVEQERIACS
FVLRQVRDSSRSPISKDAALRVCSDPSKQYLKYRAAKRSLLDAQEKMRRETREAPVDYVERQRRMIDCQCHVIDVDLARL
EMQKQACVLMGMDVPPWLLSCSERLSDAKEQQAQDISQAVCTRTFLDAHRDYMLSRMSQRVEPRVLEW*           
>Gthe_115055                                                                    
MPMKRKYEFLQEVCSEDAASIWDQTCGDSGKMTDLLSQRFVDCNTCSSQQHIDENDEDEEGSGREYFCVICQETDFDMSN
KVSLTCRHMFHASCFKRLLEHVLHDEQESLVPPTCPHPGCSTIVGYNIQALLLIYADDEQAQRLLKAYDSKKSKYDAWKL
GHLPCLSPCCQAVSRLVLIGHAASEATVKCDSCMATYCAACSMASGSLVPSHILVDCEQRVLTEEGLRALDQVYDATGDE
LRRMRLRDPPAALRRYPRPPPAARDPRPPTVDGSQTHVAAADSRTQEVEAQGTEQEDRGAEAQQDPRLRARLLWMDLYRG
EDRLEGEERLELHEHVRWRMRRFEEEGDYVDEELQQTMQGMRDRLSNIKRREELEISAISRQLHARPADKVAVELLDARL
RIVEQKRELFESTRQTLEGMIRNPAVEDPQHRAPPEATTSLSLQDIHSMCDKAFLTSLKARISRIASGEEREEARAEARS
DQEEIARTSKPCTKCGYRIVKMGGCDHMTCRKCRHEFCWRCLKPTIDHFHSSCQGKPDLLSFSEELQPAIKDVIDKYRGV
ESPIESSLVEYAHRHLAPGQPVDEDRKRADSQRISAMLERREPFMLRYFDPREVRRRAEMRRLQDMQREVEQERIACSFV
LRQVRDSSRSPVSKDAALRVCSDPSKQYLKYRAAKRSLLDAQEKMRRETREAPADYVERQRRMIDCQCHVIDVDLARLEM
QKHACVLMGMDVPPWLLSCSERLSDAKEQQAQDISQAVCTRTFLDAHRDYMLSRMSQRVEPRVLEW*             
>Gthe_115056                                                                    
MPMKRKYEFLQEVCSEDAASIWDQTCGDSGKMTDLLSKRFVDCNTCSSQQHIDENDEDEEESGREYFCVICQETDFDMSN
KVSLTCRHMFHASCFKRLLEHVLHDEQESLVPPTCPHAGCSTIVGYNIQALLLIYADDEQAQRLLKAYDSKKSKYDSWKL
GHLPCLSPCCQAVSRLVLIGHAASEATVKCDSCMATYCAACSMASGSLVPSHILVDCEQRVLTEEGLRALDQVYDATGDE
LRRMRLRDPPAALRRYPRPPPAARDPRPPTVDGSQTHVAAADTRTQEVEAQGTEQADRGAEAQQDPRLRARLLWMDLYRG
EDRLEGEERLELHEYVRWRMRRFEEEGDYVDEELQQTMQGMRDRLSNIKRREELEISAISRQLHARPADKVAVELLDARL
RIVEQKRELFESTRQMLEGMIRNPAVEDPQHHAPPEATTSLSLEDIHSMCDKAFLTSLKARISRIASGEEREEARAEAPS
DQEEIARTSKPCTKCGYRIVKMGGCDHMTCRKCRHEFCWRCLKPSIDHFHSSCQGKPDLLSFSEELQPAIKDVIDKYRGV
ESPIESSLVEYAHRHLAPGQPVDEDRKRADSQRISAMLERREPFMLRYFDPREVRRRAEMRRLQDMQREVEQERIACSFV
LRQVRDSSRSPISKDAALRVCSDPSKQYLKYRAAKRSLLDAQEKMRRETREAPADYVERQRRMIDCQCHVIDVDLARLEM
QKQACVLMGMDVPPWLLSCSERLSDAKEQQAQDISQAVCTRTFLDAHRDYMLSRMSQRVEPRVLEW*             
>Gthe_116975                                                                    
MPMKRKYEFLQEVCSEDAASIWDQTCGDSGKITDLLSKRFVDCNTCSSQQHNDEVEVVEEEESGREYFCVICQETDFGMR
NKVSLTCRHMFHASCFKRLLEHVLHDEHQSLVPPPCPHPGCSTMVGYNIQALLLIYADDEQTQRLLKAYDIKKSKYDAWK
LGHLPCLSPCCQAVSRLVLIRHAASEATVKCDSCMATYCAACSMASGSLVPSHILVGCEQRVLTEEGLRALDQVYDATGD
QLRRMRLRDPPAALRRYPRPPPAARDPRPPTVDGSQTHVAAADTRTQEVEAQGTEQADRGAEAQQDPRLRARLLWMDLYR
GEDRLEGEERLELHEHVRWRMRRFEEESDYVDEELQQTMQGMRDRLSNIKRREELEISAISRQLHARPADKVAVELVDAR
LRIVEQKRELFESTRQTLEGMIRNLAVEDPQHHALPEATTSLSLQDIHSMCDKAFLTSLKARISRIASGEEREEAGAEAP
SDQEEIARTSKPCTQCGYRIVKTGGCDHMTCRKCRHEFCWRCLKPPIDHFRRSCQGKPDLLSFSEELQPAIKDVIDKYRG
VESPIESSLVEYAQRHLAPGQPVDEDRKRADSQRISAMLERREPFMLRYFDPREVRRTAEMRRLQDMQREVEQERIACSF
VLRQVRDSSRSPISKDAALRVCSDPSKQYLKYRAAKRSLLDAQEKMRRETREAPVDFVERQRRMIDCQCQVIDVDLARLE
MQKQACVLMGMDVPPWLLSCSERLSDAKEQQTQDISQAACTRTFLDAHRDYMLSRMSQRVEPRRES*             
>Gthe_62139                                                                     
CPACRRSYCLKCKAKWHQTTSCEDNAMLNSGSKEDRKFLGLVSRKGMKKCPSCNFWVEKSEGCNAMRCRCGTTFCWRC  
>Gthe_146109                                                                    
MTDRLRISSTVSRTFTCPICLDDIPRGDQVCYFRCGHRFCFDCATNYVTVKVKEGQVAQQSLVCPQDGCAAPLTVQEIRG
CLSENAECMEKFENFSLKLFLERSPNTLFFCPTPACSNVIETGTLNEKEKYICPACRRSYCLKCSKEDRKFLGLVSRKGM
KKCPSCNFWVEKSEGCNAMRCRCGTTFCWRCGDDVNKDSGCRCMRDIEKLSARDRMDVLQVNSHATNRSNPAHDRLQQRL



RNDNLLPGIFGQLGGLLQFRPF*                                                         
>Gthe_122687                                                                    
MPMKRKYEFLQEVCSEDAASIWDQTCGDSGKMTDLLSQRFVDCNTCSSQQHIDDDDEDEEEESGREYFCVICQETDFDMS
NKVSLTCRHMFHASCFKRLLEHVLHDEQESLVPPTCPHPGCSTIVGYNIQALLLIYADDEQAQRLLKAYHSKKSKYDAWK
LGHLPCLSPCCQAVSRLVLIGHAASEATVKCDSCMATYCAACSMASGSLVPSHILVDCEQRVLTEEGLRALDQVYDATGD
ELRRMRLRDPPAALRRYPRPPPAARDPRPPTVDGSQTHVAAADSRTQEVEAQGTEQEDRGAEAQQDPRLRARLLWMDLYR
GEDRLEGEERLELHEHVRWRMRRFEEEGDYVDEELQQTMQGMRDRLSSIKRREELEISAISRQLHARPADKVAVELLDAR
LRIVEQKRELFESTRQTLEGMIRNPAVEDPQHHAPPEATTSLSLQDIHSMCDKAFLTSLKARISRIASGKEREEARAEAR
SDQEEIARTSKPCTKCGYRIVKMGGCDHMTCRKCRHEFCWRCLKPTIDHFHSSCQGKPDLLSFSEELQPAIKDVIDKYRG
VESPIESSLVEYAHRHLAPGQPVDEDRKRADSQRISAMLERREPFMLRYFDPREVRRRAEMRRLQDMQREVEQERIACSF
VLRQVRDSSRSPISKDAALRVCSDPSKQYLKYRAAKRSLLDAQEKMRRETREAPVDYVERQRRMIDCQCHVIDVDLARLE
MQKQACVLMGMDVPPWLLSCSERLSDAKEQQAQDISQAVCTRTFLDAHRDYMLSRMSQRVEPRVLEW*            
>Gthe_122688                                                                    
MPMKRKYEFLQEVCSEDAASIWDQTCGDSGKMTDLLSQRFVDCNTCSSQQHIDDDDEDDDDDEESGREYFCVICQETDFD
MSNKRLLEHVLHDEQESLVPPTCPHPGCSTIVGYNIQALLLIYADDEQAQRLLKAYDSKKSKYDAWKLGHLPCLSPCCQA
VSRLVLIGHAASEATVKCDSCMATYCAACSMASGSLVPSHILVDCEQRVLTEEGLRALDQVYDATGDELRRMRLRDPPAA
LRRQTEALKPSKTPGCEHDYFGWICTGGKTDWRARNALSSMNTSPSNCSMRVCGSSSRSVGLFESTRQTLEGMIRNPAVP
DVPGRAPPEATTSLSLQDIHSMCDKAFLTSLKARISRIASGKEREEARAEARSDQEEIARTSKPCTKCGYRIVKMGGCDH
MTCRKCRHEFCWRCLKPTIDHFHSSCQGKPDLLSFSEELQPAIKDVIDKYRGVESPIESSLVEYAHRHLAPGQPVDEDRK
RADSQRISAMLERREPFMLRYFDPREVRRRAEMRRLQDMQREVEQERIACSFVLRQVRDSSRSPISKDAALRVCSDPSKQ
YLKYRAAKRSLLDAQEKMRRETREAPADYVERQRRMIDCQCHVIDVDLARLEMQKQACVLMGMDVPPWLLSCSERLSDAK
EQQAQDISQAVCTRTFLDAHRDYMLSRMSQRVEPRVLEW*                                        
>Gthe_122689                                                                    
MPMKRKYEFLQEVCSEDAASIWDQTCGDSGKMTDLLSQRFVDCNTCSSQQHIDDDDEDEEEESGREYFCVICQETDFDMS
NKVSLTCRHMFHASCFKRLLEHVLHDEQESLVPPTCPHAGCSTIVGYNIQALLLIYADDEQAQRLLKAHDSKKSKYDAWK
LGHLPCLSPCCQAVSRLVLIGHAASEATVKCDSCMATYCAACSMASGSLVPSHILVDCEQRVLTEEGLRALDQVYDATGD
ELRRMRLRDPPAALRRYPRPPPAARDPRPPTVDGSQTHVAAADTRTQEVEAQGTEQADRDTEAQQDPRLRARLLWMDLYR
GEDRLEDEERLELHEHVRWRMRRFEEEGDYVDEELQQTMQGMRDRLSNIKRREELEISAISRQLHARPADKVAVELLDAR
LRIVEQKRELFDSTRQTLEGMIRNPAVEDPQHHAPPEATTSLSLQDIHSMCDKAFLTSLKARISRIASGEEREEARAEAP
SDQEEIARTSKPCTKCGYRIVKTGGCDHMTCRKCRHEFCWRCLKPTIDHFHSSCQGKPDLLSFSEELQPAIKDVIDKYRG
VESPIESSLVEYAHRHLAPGQPVDEDRKRADSQRISAMLERREPFMLRYFDPREVRRRAEMRRLQDMQREVEQERIACSF
VLRQVRDSSRSPISKDAALRVCSDPSKQYLKYRAAKRSLLDAQEKMRRETREAPADYVERQRRMIDCQCHVIDVDLARLE
MQKQACVLMGMDVPPWLLSCSERLSDAKEQQAQDISQAVCTRTFLDAHRDYMLSRMSQRVEPRVLEW*            
>Gthe_122954                                                                    
MRRFEEEGDYVDEELQQTMQGMRDRLSNIKRREELEISALSRQLHARPADKVAVELLDARLRIVEQKRELFESTRQTLEG
MIRNPAVEDPQHRAPPEATTSLSLQDIHSMCDKAFLTSLKARISRIASGEEREEARAEAPSDQEEIARTSKPCTKCGYRI
VKTGGCDHMTCRKCRHEFCWRCLKPTIDHFHSSCQGKPDLLSFSEELQPAIKDVIDKYRGVESPIESSLVEYAHRHLAPG
QPVDEDRKRADSQRISAMLERREPFMLRYFDPREVRRRAEMRRLQDMQREVEQERIACSFVLRQVRDSSRSPISKDAALR
VCSDPSKQYLKYRAAKRSLLDAQEKMRRETREAPADYVERQRRMIDCQCHVIDV                          
>Ngru_XP_002683399                                                              
MSFFMESCVHVFCEECLRKYFLSFGDETDDSLDFDELSILCPANGCCQTVPSQLISSVLSEKEYSKLLDMELRRALKNAD
TGNTFITCPNSSCKNIVERIHMKREEIISELESQKRPIKEDDIHKEEFRFRCRVCSLEFCSKCLKSPYHEGFTCDTFLEY
LSSKRCRYCDSSIDINCNGDICENEECKQKALNSCNHKHTCGHHCCGIKDEFEHLPCLNCSSRDTCQSGDDYCNICWISS
LNHAPCIQLNCGHIFHFECIKKKLEKKWHGARVSFSFEKCPLCNTSIHHPALKDETTQVRALKSIIEKKSLVKLEQEGLL
KIEEITSPSGKYYNKPLEYAMNSFSFYMCHECKSPYYGGKIQCGEQNEDDNFNPEELVCGSCCAKKVRQEGVCEVHGAEF
ISYKCKFCW                                                                       
>Ngru_XP_002680229                                                              
MSQLLENLKDLFPSIDIEVIESVIDQVDNDEEAAIELLVQINEDDEDLDEINNVPNNTFNDKTNDDINNDDDLLEQETFD
DHEFSNQVSSSSTKNKPSSSTTTTTSTSKSSSSKKLYQILDEEGILNEINNTMNQVLNILQINNNNSNFKLEMILKNYKW
NVENIIRDYGDIGLDGILKKIGLLNNLNTTINSNNNNNNNITTTTITTICESCYEDNIELIKNINCEHSLCESCWRNYIE
SSILQNNGTSIESIKCPSYECNCLLLDEFILSFITSKYEHFLLKSKINSFMTNSHRMKWCSNNCKFAIKKECDENLYYCK
CKCDREFCFHCDQDPHYPATCEMMKRFISFTKEHESNLEYIKSTCQQCPSCKVYVHRISGCDSMKNNNTNMEQDLTLLKT
FGYLFDMNYERLEKFVDQLLSILRNFTQTPQEELEEQEELEKLNSTNNGNIKNYSNMFEFGNSLFTQEKHLKFHNLNSQI
KNQMELIVKQTENIIDMIKSMEMKTI                                                      
>Ngru_XP_002676359                                                              
MIDDEDGTAYDGQEFDAKDVEYVILTQEEIVQEQEKEIARIVEIVGVTDTSAKVLLRKCGCKFLQVLNIFFENGKEGLLK
AAGLSENDLRDADSLKVSGCETFECPLCYDDVPADQCTKLPACSHAFCNNCWKAHIESKIKEGKLQILCPELGCACIVDD
DLISQFASSQNKKKFDAKFIESYVEDNVSIKWCPSAPCCGRCVRVNVPHTTPLEIDCKCGCSFCFNCLKFPHLPATCNMM
TAWTVKCQNDSETFNWLAVNTKDCPKCHTPIEKNGGCNHMHCHKCQHHFCWVCLCDFNHTTYQHSCGRFEEKNTENARVS
LERYLHYYNRYKAHEDSRTREEKTREVIKKKMVEMFELRPNSAWIEVQWVEQAMLTLFNCRKGLQFCYVFSYYMFDPTAC
ADKKILEGCKEMINEKIRQSARNVTEDNIEMLENATEKLSNLLEKPVKDFFNENVKQDVMGCTVLCDSRLQSVFNVVRED
LMISGEFGCPRPKSTVTTRATAIKSGQSMLSRMMEEAEILKNKKQELEKQKQLAGTIGTDLDDIELQKAILESMK     



>Ngru_XP_002675989                                                              
MDTKPSPVNVEHDPAIKKKKKPQQRKLFVKVIDKVVTEPIKQSTNDNEDTTPSSSKITSSNNPNNSKLSKNTSTLVPSNQ
IKKEERRKKFATSNHQQNGAFTSKLSSPTIINQVENKQQYVSQENPPKQLLENNLKKKKNKKAKLVQQPKLKQQENAAQN
SSTIQPQQQKTTRVVKQDSNEKLKNLIDTKIVQALNVLKEKEEEINKSKHHLNAEMNLKDFKNKINFFKKKRIIRKECIS
KEQLLKESIIESQYQNLAYFDGYLPNMTKVYYIPSLKQRAFIHNSSHQFLGDPKPFILFSDLVRTDKLYMRNITPIDLKE
ILHFYPQLETNMIVSKVKEELRVKLPSIVSEDLKFRNTEFIEEVERQLGHVIEIDSTDSSIKVYCDQGERFNIISQIKEV
IEIAKKRALSQILELEIENGLDDDSSGLRIMVSSGCKVKGLIFPNEFTKLQVDNLPLGCDDDTLRNLFLPYHTLDARVYS
SLPNDSFASGYVVFTNFSVATTVYHKFKETYKLTPVLFNTKSSNESALVRLKWNIGPNNGYCLIGFKNGNNSATINNITH
DRIFSSQLGPAGLRFQIKKTKNKDTLEIRNIYDHIDAKFVKVLLDNRHIDYHFVSILRRPVVVENDLIQGVLLSKVQSFQ
SLEFLDILNIDTYKQFGEALVCFTDQKDAKSAAQALNSTKFMGAILWANSIHRDSVTVPTEVTELLKFELQCLIDNCKAK
IKYNTSRKNAENYKTEISIQSANLEDFNEAKKNVVALVKPLSLHLTHQTIQYASRKRKQLDQIENRNQVFISINSKTRTI
EIFGLIDDKHNAKEEIMQLVEGHSKTLTIHLKYLKSITGNAGKPFQELKTQFANCDISLNVKTKELIVDGNEKDQHAIQQ
YVTELMENYEQNHNVEHTDDDCPICFERMTNPFRTIGCNHEICKDCFRFQIQNPNSFVCSCCEMDLSISEILMYLETKQE
KTYTKALEDFLLENPESYKYCPKNCGSVCRIDGSDIICQTCNLSFCKECEKKSHKGQKCGDEDKTREWMNTKTKPCPSCS
QRIEKSEGCNHMRFATGQATYAHFRAGSCLTFDVPPEIIRPRQVNPPVNNQIPLQLIPQPNPQPVPARIRPLIIPPQPQQ
LQQPQPNNPQPQPPQRQGLLNCLVM                                                       
>Ngru_XP_002673554                                                              
MSSCHLARLYSEQHDCFNEMIKFLGSADRYYLLYFLSVSRDEEQVDELLNRFGMELIKSRMEIYRRVVNCIEGMIVEEGS
KSNWIVDVNQYRKLLQLYRNLPKFEELKENSLKENKTFIIYQLELLGLRLKSVKTLFHIFREMINFERELLESSLPKYDV
GKSPSVVMERASSLTSTPLRLNIGIIGLPKSGKSSLLCSYCTNYFPEDGMIEKASLFEANIMIDGCVIMCTMQSMSLSNE
KIVQEVIKQPFDVVAFTCKCTELNNLVDDEQLFEKHILQNLRKLVMNFPLIPIHIIITGKDLDAYSLAGQLTLERKFHNF
PHLVQIGYCSSLTQQGLKSVFDEIMKCRFGSSCKNIKCTLDHTANNSTITPPAGNTLSSAVSIKNNVASGVAKSQKQGDN
KNKNHKNGLGANPPSTVNKSKGDERLPKLVPITCEKGDECANRECLYEHNNRKKCQHGAECFKICCTFDHSSLSNASTFN
KRQQSKMKERKTLVESDSDDDSSTDETMSVISDSSSVVSNGLEFLDNDYSFEEQLLPDPFGSFILDTYSSNKSKIKEVDE
AYFETSKMKSQFGIRLKDIQRKNRENVKLLESDYEKYIENKLAIKSEETLLLEQQATFEIQTKRILESKDSSKPISIDSL
KAYDLIEKPSPKDLTFQLAKLISLGFVEITGANLLRITKSGQIASQLYMEPSVSKMIIEGIENGISSDILKVAAITTVSN
IVFQRSKDGKDKDDISISKLSSSQQEGDLYSLYLLFEQFLKKKSKERSQFCKDNHLNYSAFNMAFATLKDLEKSIKSLNS
ESINDKNTSEELKKKVILDSIICGLFSNFAYYIGKSSNGNFIYKLLELNLEACLHPSSVLFSEEKPPSYVLFYELMRTEK
LYMKNVTPVDINIIQKYNQSFNYSRIKQFVKKPYNKKIPKSALPLLKARGGELLEQLEKELGVLVEVDEEMNELRMELSE
NEEQENKPKIEKFCKQIEERISKQLYEYVPNDQKNIRVLVGSGLNVVKILTSKEFVRINFKIAIEQKSACDIEQLFVKYG
PVWEFVTYPNNTSAQKLEGYVTFEDSIVAERVYSELKNETFIQLFPSSLSENTQLQIDENVPFIQLKYYLTPCKGKAVVE
FPNNQSAIEANQVLNGSLGKVQIKQNKLAFDQLSTDFTESHLAGVLFKNKLPYTQIFFHRDECNNLIDLEMITTQLHSLF
TQFPGLEVMELLPLAEKESKKFIKALVKYNNKRSADTAIATLQGTTFGNGSLQLYYKTDSITIPKNVFESLNKKNVLSAV
FESIYYEHQIKVSFNEIIQEPNKKMTETGNSGKIKFEAVSNLSEFEKAKKKVNEIISHTIIKIAFSLKANVQRRFPKIKE
DTTKRYPEILLAFDSRSSSIKVFGPQRDFVAKEISGTIQASKIREIKLRNMKAIVGNGGSSYDDIKKCIKGSIHLNLKKR
TLEVDSSEADFETVKKKVEEIESTHSGASSTNECDICCNDINPNNLTFCGHTCCQACLALQVDGFNIESGLLCCNYCQQP
LPFMDIVCSFDNDAKKLTQPCNILLEKYITSNKTKWTYCNTCQNLSRVTGVQSYYCIVCDKDYCLKCHKNAHQGPCVDCE
KLFEEYKRRHTKSCPQCHTPIEKNEGCNHMTCRACPNHFCWLCGYSATSSGPIYNHQSSCNGDKYF              
>Ngru_XP_002673398                                                              
MSQQQSEKDKRKEKIKAIVLSLNELFPSISLQTLHQVVLDCNLDEALAIETVIQMCEENGDLLEASIDDEEKEEEHETPE
CGCDHHDHEEENYEEEEEIEYNEDDIVGEEHYFDDDIGEQVDESAFVEVVKTREFKTKGELYKVLDTKELLQDQEAEVKT
AAETLQLKSKVFVECMLKEYQWNTEKLIRDYGDLGLDALLTKCGLNPDFKKSCSSSTIGTCDACYSDDVPLYAYDMCGHV
FCRTCWKEYIVNHVKTAMNDNTVKCMDYSCKTTLTETFMLSQLDPKEDKELFEKFFQRKIDSYVGSSYRLKWCPNPGCDG
PYAIKKLCDESLYIAQCKCGEECCFQCDKDPHFPCSCDVYKRFLTIAQDDFASKEFIHRTSQQCNKCKRIIFKDVGCNHI
NCVCGHEFCYICGSEYTSYVHAETVCAPKTVKTSEDIKLFSAAEELYGRFVSLYRRHNQWLEEHKRTGHYRLEIANYKEK
FFHIRPTKDLKFLLDSFRNIYRCRRLLRSCYAFAYIHFGFDTLKIKFNTTKKSEKEFLMLETYGYLFNDHLSRLEDYTSD
LLLNLDAILNLSLDERDFRSRITTMQGKSHLITNTQKNIIDFINTSFDMKEISYK                         
>Ngru_XP_002672208                                                              
MMAKENKLIVLYIVDKYLHFHTICGRTIGTRNDECKKAFEPICLESSTEPIDNYYFDNIKMVEVRDKVYLLSTFQNLDKN
LLEERIDRIIFDENNQVVKLECIYHVKNDFIRNCTPPIADSKRNCIYIVGGISDSGASQYAKDVVKISLETFVWEVIGSI
NIYPAMYCQSSLLWKEKFIIVFGGYNTSCSATSDILAFNVDSKEWSTLYSYDRYDRPEIYPIIYLLVEAGMQLVTNKWAS
QFDKSIPSNTQENTLIIYGGNIDCFVEKTQINRPTHQVFLFHLDESEWNSTDISKTRIPFNLTDYCTPDDRKLPPIHQRK
QKNPVTNSRGILLEDGDDNEEYKLLPAMENVTMHKINNTQLLVIDYQKSQNIKKITQDNNMTEKCKTYERDGQCNNENCT
LIHQTCPKFRSREGCSEGSSCPLIHNRKVFQKDCPRGESCNQGLACKYFHRRSVNFTQQQQKPPLQQQHSNHQFRERTKA
NESSSNFNEKRKFERDYDRRSNRKLDQVEITSSSSNSSNSTNFGNVDTEGDYIMKENSSTSFNVEEEIEIVEDVKKIDLL
PNSTTNNLFVLKVDKRDISDESAKLLGDEKSMILMVEQVNAEFDKKKEELTRKLLDMVDDREELATEGPIIRNEQILNSN
LGLTLLRLFSAGVKNVLEFDLIEKPNLEDMKKSLKNLTDLQFVDEKQNITQMGKQASKMEIEPSLARMIIEGINLGIGDE
IIQLVSIMSFSNMIYAKSKSTDYLEKDIMKVSTSKEGGDLITLLHIFQGFLQAKDKRRYAKDGNFSLKTLIQAEETMTDI
RKRLNFERSSNSESKTVESIQEIITRCVCCSMFDNFAYFHGIINGKRVYKILSSNMEAFIHGSSFSNYSSEPIDYVIYGE
LVKTEKLFMKNVTPISLESIKPFITFNQSLNVVKKKVIYPLTRGIFDCLNANNGALLEYLRLNIGSIVEMDPDRNELVVY
LSEGDQVETILKYVYDTAVQRSNNEFLEHQVDSKVRALIGRGMQVVKLLFPGEFVKCNILNIPNMDYNHMREVFEMHNLP
ILDCKLFFELPSNRYGTVIFDSPQTSKKARELFSDCQEFRITTSDSTIVPEEKEMKNYPLNIYFYSEHDGKCFIYSDNAN



ALNIIQSQYLYGQKMFRNIEKKNLKIANLSFTLDEHRIRDFIPRELHNDIRIVMNRDRLGKEQENQFVKKMVNTIRPMME
LFGELEMFEYVPTKDLVGQYKILAKFTNLESTMTAMKSLNGASVGDKFIWVEPEFTDIIPFPLDLDTDNLFREELRKMMK
EIFSVYGCRSGMFEMKNGRQKALKVRANSEEGLTRAMAIAHKYLKPYVLKLGVFDFSIAFKKKFRILELTKNFKAYIDFD
IKNNNVNIYQLGINQMKDIVTTILQEIRNSNKDIIKLTQLKPIIGNQGKVLKSLQEKYGGRIDFDYKQKIISINSSDQEE
INNFKQEIRNILESHQTTNEEISPEDCPICYGPKENPVLLSCGHSLCRDCFICQLDQMTFNCCECDSLLTIPEINLSQDL
NLIEKQAQYAVEKYLERHPNDFKHCSSAHCSGIVCIDQSQVAHCQSCNKTYCIKCNEPPHPGLDCSNEEEALIIEWKKAN
TKPCPKCKNNIEKNGGCNHITCYYCGAHFCWLCGFLANGAVGVYTHLQTCR                             
>Ngru_XP_002671733                                                              
MLSRQSNNKKQPPKSKFDSWSKEEKEIVRGQVLSLHSLFPSRTPDEILKIYLQEEKDETATISRLIMMQEEEEEKAIKES
APKTSEGATIDISNDNSKKDNDDEEMLEIIEESSSSVVGNSNVDVDEKTKLEETMVETSDIAEDEDVEIDDYGSDIEIDD
EEYQEEEEEEEEVYRDPTEDDENLFDYDDNEHIVLDVTDAYEYSEEELHNQTLQSELRRKAMDPKFFLDLKKEEETLEYL
WEQYKKKKKDYKVLIDEMDIIREQDEEVQHTKDLIQWSGAQKDQIVLTMLKQYRWRSENISHDYWERGENYVFKLCGIPI
GEKQTNDDDNTCPACFCDDVPMTESPMCGHSFCNACWKSYLEVKIKETSGLGQTRINCMDCNAALTQDFIFSFFKNDERI
KRRFIENRIETYVSDHFMVTRCPSNRCKCAIKKTIDEPIHYVKCYCGERFCFQCGKEPHFPSTCQQVSDFKGKSSGMSEG
ASIAFIQGNTKVCPNCKKAIEKNGGCNHMTCSMCRHEFCWLCFGKWSTHNFEACKERVVEHSMNLTKNEIHQKNLYHHYI
YYEGKMNEHKQWLQREKFNHYMKNNIQQFKADIYMHTDVPYKHLFWIDEMLKKVKEAKRYLHGAYVYAFCAFNEELAEKD
KKSNSTKASLLNIHSKEYKIKKERERCFLLFDTHLNNLEKAVSTLLQKLDFLTDNAWSDYLQDISKQKIYSEQYTMRPYL
TGVANQLEGLQSVIESVDMKSLM                                                         
>Tvag_XP_001579999                                                              
MSESLYERKCPYCGVPITKNGGTNAITCICGKCFCYYCGEGFETREEVYKHAKAEDHLYNLPPDLAKRQGEEVSEEKLHE
FFNKYSRLKDL                                                                     
>Tvag_XP_001317571                                                              
MDIISRCDSSLKDLVITASRNSKDKVRQLISNCIASLRNIKNLQSCSTFLDEFLSHAQILAKCRPNDGNHAKNVNDFLEF
GKFLLESIDISKDQKEVQSARALYHACLSITQEQTDHYSFIFYPPYTHEIFEYPSVYTFNYEYRDRILIPLFKLTDTKTN
FIIFTSDDESLIHENALWFYNQYTELDIVTDLNSLQTAFNEDRKVLAFISVFDATTFMIQNNGKKTPKMMVVYHAIDHKN
IKYFSILDVVRKIRRERRLKFILSLANPINVGFEVSETEQLNINLEFSQKSQIEALSYATNNRNRYGSKIVYFVDSLFDV
QNIINEYQKQTSNLTVISPEKTPETSAKDILSLCQNKSCLIPLFSNIKSHLNLFNTQNPNSSIFVLFVFGDTQSSIMNCS
FAINGCKNDMNYMYKISNVHGNYNYLVLESAEQRTKTREERNYDTIIEDYLNDDEFEGFHEQKVSNLTVLNKLIQFLSKN
YMGFFTDFQTNSLMMNANLDSDFITIINCLSQIFESNENNRILLIKEIGISLRKLCQLELILTKSDIRNLISLKNSDTLH
DQINAEIVKQFARNKAKRSDVSVFQKRPGFSDNFYPENFYYLCDNYTFIHSTDKNNYTFIDCPGCVHSAYFTMIFDMVYP
NMKLKVYQNKIVIEDQKMRNMIEKTVKDIASIMPFVGETLFAIEIMNNISLELISIGDQFFTRLLETNSLFFYKFDKHCF
DYCLKNINLLNDPGKSLRISYVDKILPLLLVSDKDLKLPSQVIHFTQNPKIEYVCDLRELSQLEKCDIELDDGEIAVDEV
IFNPPASKFHPSLFNSEGAVEFLLEYLREHDIICFPDNNKIGMSWRDAQKARNILEEDEEFNPPFKTLNINKDASLSLVI
SKTSEISPYWVVDSQRKLLIVPEYESETAKSILSDFVYENEIEDFDDVKVFGCTDMCTNPEESKNYIVAYDVKNNTSQAK
HFCLTCLEKFLHDAFNENKGNTKYNQMPRAINFEGYSPIGQMFFSLSDEKVYSLMQRWLKSVIIVTLHTSPGKIYFCPDH
EETVYDFKKNLECPICHKRFCNKCMTHHNKGEICKKDLEENLPETDMMKKCPRCGIMVFKESGCNRLTCRCGASFCWRCK
ACFNSEGECYAHLRSVHGGCW                                                           
>Tvag_XP_001322646                                                              
MNYFDDKGILYRNSNNNNGVPILLINNQSKSIEITEHAMKLLKPFGFRSYEIITSYDVFISNLSKYRLSNIEFEKIISSF
SNKFGKIIIEKCPIDVNSKNNDILCQKKLVMMSPAFINPFINEIKGELYKNAPKRLIIPPDVAPSIIVRVPIVMKAVFDW
VKENKLNLKLDNGAIFGKTKDVENALNLMKVNKPKIPFKAYPIPHGYDINRLALSKKRYYFVNKATKELFVPDTETDENI
LEYLQQFQNDTQSKTDKTLGNDEIPSVLADEIGCCENPATQSKNPVNIFFKDGTVVSRPICLTCARDAIKYSSLKNLIDQ
NDEIKIDELLEVSEIIDEFSLYPCTIDTTTQIYWPIIPFCQFMWTLLSSPISSQTARAYFTVIVSIMIHKSPMFVFCPIH
PKYLYNASIKKCRCLVEGCNQILCIYCKQWHAKNDKCPAKELLTKVPPGFRKCPNCGQFVEKTSACNHISCSCGKHFCYY
CGAGPFNTSDECYDHMSKTENVERSPGRHWEFPPDWYRYIEKPHPVSDDVLNRFFDAYPQFRPV                
>Tvag_XP_001308698                                                              
MSVRCFVLLDSLLGENGIQNLVAMKENYKLITDKMKEIFPTNITKEVRRIERKCKTIDGEEMFISPRPGIDSFIYPPEFC
FIGSLNEVYFIHSPKENLYEFIDCPGSFMHPFFVNLVSIYTDSSVNLMSYNNKILIEDKKQKANIEKIVSDVSNLMFFVS
DTVLILEILSGFSIEIITTPTGYLSRVLNSNSLFVYHLDKEAMMYCLNHMNDLRSGNKSLRISFIDNRNPYVLVSDTQLK
IKSKRLTFGASKEVSYACNIRTLNELETVKTNDEEIFVDEVAFVPPASVFHPSLFYHTPAIEFLSQFLEQFGISSFQVNN
SLSMSWKHAQKAREILSDPKNNFEVSFKILSLSSEIPIQNVVSQILELKKNWTIDKKRHVVIVPSDEEEFAKTELAEFLS
EEEPEVFGCVNMCDNPVKSHYVVTIYDLENNTCESKPLCLTCFEDELNFKFEQNKGNTIYTTQPELFGLDGYCPLGQLIY
SMKNDARITDILNRWLRCVIIFVLHSDKNSFFFCPEHEDIVWIKSHFDECSICHKRLCKTCGALHPKGTPCPKQMSEEIK
ESDTLKKCPNCGKLIFKYTGCNHMACTCGKHFCWHCKACYNTSSECYTHLEKVHGGYY                      
>Tvag_XP_001324861                                                              
MNDKQYEYEVDLAARVRGLLDTKPDIAEWIQNCTEQLAETGEIDKEQYDFLIEYLLKFDLDLRQEIISVQKYDENGEQLM
ALIFESENQVEVLEEEDEDDDSMDIDFTSSKKEEVYVLPPCLDIDYFIKEQDFKVKKVAETLVVNEDFAYFILKYSDWDV
TKAINNYLANPDSTLSKISAKSSQVKENLGLRLCGRGDCVNCCEEDVELYSLHCGHQFCLECWKMHISNQVDRGNTNIIC
MECNCSAPITRRDVKNLMGEDVYESYTNFLIESQISENPNLKHCINPRCQKILTSNAIGYCLVAECECGARMCWRCGEIA
HDPITCENKEKWLNIANADKITAEWVHQNTKLCPKCHARIEKNGGCNHMTCYSCHYEFCWICGHEWASHGGDFYNCNRYK
PEKNQGKNEHITDNVDRLAHYFERFSNHIKSRETEEKMRGEYQTRLLKLLTTHAQYPIEEREALKLLKKLFHQIDFARTI
LTWSYPHAYYMKYGSPELSVFEYVQRDVEKFVDQLTDMVENQTGLCANDFRVPMLAVEKNVETLLKHVSHSYSN      



>Tvag_XP_001295237                                                              
MKTKQLPSLEKLKSIKNVIEDALMAPFSLIPDLRSLNIDKRLHNLSIVYQQIALAKLFNLKFAHSVKFLKNCITIKIKNT
ENNDENIAKISKILRSFNVHNQEILPTYEVYIKHLSVYKLSEEEFTEKVHSVLDHFGGTIFEVSKYYESKTKNSHEKGII
IATVCSKEFLQPLITMLRDQFSNEIILNIPETVIPSYLTRYREVLNALTKYFEAKKIPIKNINCDFYGTKNDVERAEQEL
LNDPPHLPITIVNITPDINTKSLEIALRTQSVPWKFNKRNKILIVPEDVKQETIMEFIEKYGRKDLLISKNSFDIPNCFG
DDILCHGDQALQSNESINLYFPNKSIVSRPVCLQCAKETIAFNLGRIVDQNGHVNVSRAIENSEHIDIYSFYEPTAETDK
KNGIWPTTPFGHLIWILLSSTISKKETKAYITALAALAFHKSPMFTYCPNHPDVFIKINQYGMTCCQQKNCNMIKCNSCG
KWHPAGKCENLEIPAGCRQCPFCQNIVEKSQDCNHIKCSCGKHFCYYCGKGFDTDGEVYNHMNTADHIYDPPDYLKFVLH
QNIPEANLREFYNKFPIFRTYIYRP                                                       
>Tvag_XP_001580830                                                              
MIREYDDYGPIPETKSLVDTFVTIDLHRKHQVLENQKHSILIENHRNSAGFDSVLKRCKDLGEKYQIHPDLVLILLDQCK
WDDNIFEELWVQNAQTLLAKIGIPYSQKNLDPGLRNVAEDGICENCCEEKHKEDLWCLPCGHYLCTDCWKAVINYSAEQG
ICFIKCQSYKCNCILPITSIEKFSSKKVYDNLVNYLTDLQISISSDLRQCPNPRCAKPLSVVGCGARYCNIMKCSYCNTE
FCIKCFGLCHAPATCSQVELWDLVTNEDLMERRLLNSERKRCPRCHYIIEKNDGCNHMTCLKCRYEFCWICLRNWENHQK
NYYQCNEEPTAEAQQYLTPADDINPKFLEEYNDVFLKSRLQADSYSKRQDELIEMIKDRIARESGTDPEQITQTLRNIID
QLIWAYRNVQWSAVVLFFDRFDQLKKLNVALADQVNNPKKYSIHYNLIHYAQLNLMNDISQVDKIVENAKSSTIPNLKLR
DFSKLYIRLKLSRDVLLKQCDPLYQSFK                                                    
>Tvag_XP_001329146                                                              
MKDFNDFVPNLPNPDLRVLHEYEKHRQRIRNIINSHLNQQVLQAAPPQRQEVPPKHQWMPANQQPPAFHTRANNNPAPAR
QNQQQQARNYRQQNRVYHNEPIYIESSSDDEEEQNVDRGLFAFANFIPDFLLPRFQAFRQFENPIRMMQTPEPPKPPKPA
PPLPKRTCSALGMEFTIPIIPEQAVKLIENALKLAPEMDFAKASAFLNLVIQTNKYPDDIVDRLVLSANDPRQGISAQFQ
SESLNVLFNYFNNVSQTSLRSAFTQNKKRIFNTIEQLTSHPLQVMRSLRAKKGSMVITDCFVAYDIMLFEKRELEKKAKE
DAEAKELQEIEEARANGSLIECSCCFCEVPFDRCLQCPEGHVFCKNCVMKMIETTISEGRSSVKCPAMDGCGLDIPMSQL
ERAIPEKTLQRLFQTEAMNDVIKSGLPNLVKCANCGFIVEFLGSSNMRCPQCQKETCSKCGLLAHPGKTCEEAKAVDPDK
IVEEKMNDAIIRVCPKCHTPFMKDEGCNKMVCPRCQTWICYWCRQVIPKNVGYDHFWREAGPCPPDRCPLWVENKQLHII
EAAKAKMDASEKATNEGN                                                              
>Tvag_XP_001324863                                                              
MECKCYAPVTRHDVKNIMGDKVFNSYTKFLIETQISENPNLKHCINPRCQKILTTKSICLCLAAECECGARICWCCGEEA
HDPVTCETKDKWLSITQEDSLSERWEKQNSKRCPNCKAAIEKNGGCNHMTCYKCHYEFCWICGKKWSSHGYYDCISYPSA
PSDFEKNSLNFNRVTHYYDRYKNHFKSKANEDNKRSFCWMRLYQMITTNKENPANETDAFAILKKLFILMNKARTVLAWS
FVYAYYMKPFSHELELFEYVQEKVEKFVNDLSDIIENNPGISYSDLNTAMVRVEKNLVSLLKHVSKI             
>Tvag_XP_001305692                                                              
MTQDPLLIFHLSRDQKPKFIKRQDSYQTDEVFFSKLKTKAQNAANVLNIHPDVALACLQYANWNEDNLILEFSENRQKFL
EKIGITEEQSHQNLGLHKSTNKGRTTCNVCSSEVIGKNMFSLACEHYFCKKCWKAHIETQMNSGNLFIHCMEPGCRCPLL
ITDVLFICGEKTAKKLEERISSLSASMSKTVRRCINPKCNLLVSMSHIFKGKMAVCSCGYYTCFECGKEGHSPLPCKYVD
EWLSKKDRLAENLIIKRSTKPCPVCGVRIEKNGGCIHMHCSNCDSDFCWQCGKLWGDHEGNPYDCMDTWESNKKTKNNTI
GEEELKESEEAFIATLQDIDVDRLLHDASKENLENVFSNESIDQNTAKAQIKEILDLIIESRTVLAWSHAYSTVITDNGI
LRIVNMWKNEINVNLSKLTSIIDHKHPKIQILTKVVKDLKLSVDSMLRQADCL                           
>Tcru_XP_806167                                                                 
MSYVEEEYYDSEEYAVEYEGNGGEWALVSPAEVVWRPVGARAEEWLFTTLSISEVLGDLQRDVEKVNEILGLTPEAALLV
LRHYGWKMNDATLEKYFNDMDKVNSELRITEAAFHGGGAGAELIRGEQPIECPICGDDVSAEESVALGNCRHFLCVNCLR
TNLLCAVKHGHDLLDKRCPIRGCHSLVGLNLFKELLPARDYGQVQRRFLNDYFISNRHMCCCPNEATCEGVICVKAIRES
GLEVQCHVCKLKFCFNCLRAPHAPATCDMMQRWERMLQENEPSLALIKEMTKGCPNCAVRVEKNMGCNHMTCVRCHHEYC
WVCLGPWSEHNAGYYSCNKRSRSDKKVGKDLLLDCFERWDNHKRSIALEAKSLEECSKKLRKLTQHHMGTSTPDRTLSVL
FNTQRVLHDCRVVLMNAYIALFFSEKTGTSLHYRIHQLELRTEETSRVIDVSPELIDTDEIECHSHQALHWCNVLRGDGF
D                                                                               
>Tcru_XP_804121                                                                 
MSYVEEEYYESEEYAVDYEGNGGEWALVSPAEALRRPVGARAEAWLFTTLSISEVLGDLQRDVEKVNEILGLTPEAALLV
LRHYGWKMNDATLEKYFNEMDKVNSELRITEAAFHSGGAGAELIRGDQPIECPICGDDVPAGESVALGNCRHFLCVNCLR
TNLLCAVKHGHDLLDKRCPIRGCHSLVGLNLFKELLPAREYGQVQRRFLNDYFISNRHMCCCPNEATCEGVICVKAIRES
SLEVQCHVCKLKFCFNCLCAPHAPATCDMMQRWERMVQENEPSLALIQHMTKGCPNCAVRVEKNMGCNHMTCVRCHHEYC
WVCLGPWSEHNAGYYNCNKRSR                                                          
>Lmaj_XP_001684822                                                              
MGTKDKEVMYDPGYDKEYYGEDEDEYAYEEQEAAATVVPSASVAAEQKYVQCEERTMDVSEVLAMQSAVVREVVNLTCLS
TSAATLLLRRYRWSRDVAVERYFENSTAVLSDLGITEEASLHEATLLHGEAGGPIVCGICTMEYNPQQVACLSTCQHYFC
VECWRDHIKSRILENLIGTQCPDQGCCQVVGLSVMCELFSKCDDEAQNEASKNILEQIHRKYLTSFVETCPTLHWCPNPQ
GCAAVIYAPVPPLQGQGVRCLLCNRSYCLRCSYEPHRPATCENIRQWKSYCSKEGANLAYILSRTKQCPECKKTIEKSGG
CNHMTCKCGHEFCWVCLGPWKQHSGDYYSCRNVERHGSAASEEAVGASRRFTYHYERYTLHLDSAERDEKLLRTMVHNPT
MRERLIKAQRRIDENRAPGVASGALKQEDMPLVDLTCATLEAVSRVTDTLFTARDILAHSYVAMFYLPENVSEGQLMAHR
VGKLEEATEAMSGSLIKLFTTTRSQLGTFFDAADVLVAWMKALCDV                                  
                                                                                
                                                                                



*******IR1-M***********                                                         
>Hsap_ENSP00000283195                                                           
MRRSKADVERYIASVQGSTPSPRQKSMKGFYFAKLYYEAKEYDLAKKYICTYINVQERDPKAHRFLGLLYELEENTDKAV
ECYRRSVELNPTQKDLVLKIAELLCKNDVTDGRAKYWLERAAKLFPGSPAIYKLKEQLLDCEGEDGWNKLFDLIQSELYV
RPDDVHVNIRLVEVYRSTKRLKDAVAHCHEAERNIALRSSLEWNSCVVQTLKEYLESLQCLESDKSDWRATNTDLLLAYA
NLMLLTLSTRDVQESRELLQSFDSALQSVKSLGGNDELSATFLEMKGHFYMHAGSLLLKMGQHSSNVQWRALSELAALCY
LIAFQVPRPKIKLIKGEAGQNLLEMMACDRLSQSGHMLLNLSRGKQDFLKEIVETFANKSGQSALYDALFSSQSPKDTSF
LGSDDIGNIDVREPELEDLTRYDVGAIRAHNGSLQHLTWLGLQWNSLPALPGIRKWLKQLFHHLPHETSRLETNAPESIC
ILDLEVFLLGVVYTSHLQLKEKCNSHHSSYQPLCLPLPVCKQLCTERQKSWWDAVCTLIHRKAVPGNVAKLRLLVQHEIN
TLRAQEKHGLQPALLVHWAECLQKTGSGLNSFYDQREYIGRSVHYWKKVLPLLKIIKKKNSIPEPIDPLFKHFHSVDIQA
SEIVEYEEDAHITFAILDAVNGNIEDAVTAFESIKSVVSYWNLALIFHRKAEDIENDALSPEEQEECKNYLRKTRDYLIK
IIDDSDSNLSVVKKLPVPLESVKEMLNSVMQELEDYSEGGPLYKNGSLRNADSEIKHSTPSPTRYSLSPSKSYKYSPKTP
PRWAEDQNSLLKMICQQVEAIKKEMQELKLNSSNSASPHRWPTENYGPDSVPDGYQGSQTFHGAPLTVATTGPSVYYSQS
PAYNSQYLLRPAANVTPTKGPVYGMNRLPPQQHIYAYPQQMHTPPVQSSSACMFSQEMYGPPALRFESPATGILSPRGDD
YFNYNVQQTSTNPPLPEPGYFTKPPIAAHASRSAESKTIEFGKTNFVQPMPGEGLRPSLPTQAHTTQPTPFKFNSNFKSN
DGDFTFSSPQVVTQPPPAAYSNSESLLGLLTSDKPLQGDGYSGAKPIPGGQTIGPRNTFNFGSKNVSGISFTENMGSSQQ
KNSGFRRSDDMFTFHGPGKSVFGTPTLETANKNHETDGGSAHGDDDDDGPHFEPVVPLPDKIEVKTGEEDEEEFFCNRAK
LFRFDVESKEWKERGIGNVKILRHKTSGKIRLLMRREQVLKICANHYISPDMKLTPNAGSDRSFVWHALDYADELPKPEQ
LAIRFKTPEEAALFKCKFEEAQSILKAPGTNVAMASNQAVRIVKEPTSHDNKDICKSDAGNLNFEFQVAKKEGSWWHCNS
CSLKNASTAKKCVSCQNLNPSNKELVGPPLAETVFTPKTSPENVQDRFALVTPKKEGHWDCSICLVRNEPTVSRCIACQN
TKSANKSGSSFVHQASFKFGQGDLPKPINSDFRSVFSTKEGQWDCSACLVQNEGSSTKCAACQNPRKQSLPATSIPTPAS
FKFGTSETSKTLKSGFEDMFAKKEGQWDCSSCLVRNEANATRCVACQNPDKPSPSTSVPAPASFKFGTSETSKAPKSGFE
GMFTKKEGQWDCSVCLVRNEASATKCIACQNPGKQNQTTSAVSTPASSETSKAPKSGFEGMFTKKEGQWDCSVCLVRNEA
SATKCIACQNPGKQNQTTSAVSTPASSETSKAPKSGFEGMFTKKEGQWDCSVCLVRNEASATKCIACQCPSKQNQTTAIS
TPASSEISKAPKSGFEGMFIRKGQWDCSVCCVQNESSSLKCVACDASKPTHKPIAEAPSAFTLGSEMKLHDSSGSQVGTG
FKSNFSEKASKFGNTEQGFKFGHVDQENSPSFMFQGSSNTEFKSTKEGFSIPVSADGFKFGISEPGNQEKKSEKPLENGT
GFQAQDISGQKNGRGVIFGQTSSTFTFADLAKSTSGEGFQFGKKDPNFKGFSGAGEKLFSSQYGKMANKANTSGDFEKDD
DAYKTEDSDDIHFEPVVQMPEKVELVTGEEDEKVLYSQRVKLFRFDAEVSQWKERGLGNLKILKNEVNGKLRMLMRREQV
LKVCANHWITTTMNLKPLSGSDRAWMWLASDFSDGDAKLEQLAAKFKTPELAEEFKQKFEECQRLLLDIPLQTPHKLVDT
GRAAKLIQRAEEMKSGLKDFKTFLTNDQTKVTEEENKGSGTGAAGASDTTIKPNPENTGPTLEWDNYDLREDALDDSVSS
SSVHASPLASSPVRKNLFRFGESTTGFNFSFKSALSPSKSPAKLNQSGTSVGTDEESDVTQEEERDGQYFEPVVPLPDLV
EVSSGEENEQVVFSHRAKLYRYDKDVGQWKERGIGDIKILQNYDNKQVRIVMRRDQVLKLCANHRITPDMTLQNMKGTER
VWLWTACDFADGERKVEHLAVRFKLQDVADSFKKIFDEAKTAQEKDSLITPHVSRSSTPRESPCGKIAVAVLEETTRERT
DVIQGDDVADATSEVEVSSTSETTPKAVVSPPKFVFGSESVKSIFSSEKSKPFAFGNSSATGSLFGFSFNAPLKSNNSET
SSVAQSGSESKVEPKKCELSKNSDIEQSSDSKVKNLFASFPTEESSINYTFKTPEKAKEKKKPEDSPSDDDVLIVYELTP
TAEQKALATKLKLPPTFFCYKNRPDYVSEEEEDDEDFETAVKKLNGKLYLDGSEKCRPLEENTADNEKECIIVWEKKPTV
EEKAKADTLKLPPTFFCGVCSDTDEDNGNGEDFQSELQKVQEAQKSQTEEITSTTDSVYTGGTEVMVPSFCKSEEPDSIT
KSISSPSVSSETMDKPVDLSTRKEIDTDSTSQGESKIVSFGFGSSTGLSFADLASSNSGDFAFGSKDKNFQWANTGAAVF
GTQSVGTQSAGKVGEDEDGSDEEVVHNEDIHFEPIVSLPEVEVKSGEEDEEILFKERAKLYRWDRDVSQWKERGVGDIKI
LWHTMKNYYRILMRRDQVFKVCANHVITKTMELKPLNVSNNALVWTASDYADGEAKVEQLAVRFKTKEVADCFKKTFEEC
QQNLMKLQKGHVSLAAELSKETNPVVFFDVCADGEPLGRITMELFSNIVPRTAENFRALCTGEKGFGFKNSIFHRVIPDF
VCQGGDITKHDGTGGQSIYGDKFEDENFDVKHTGPGLLSMANQGQNTNNSQFVITLKKAEHLDFKHVVFGFVKDGMDTVK
KIESFGSPKGSVCRRITITECGQI                                                        
>Cint_ENSCINP00000013829                                                        
MRREQVFKVCANHYITSKMKLTPMPDSDRTWTWIAADFADGEETEIENFAIKFKTCELANLFKEKFEECQVLIDDTNATT
TSAFQETTTDLINQAEKMKSELDFFKDKLSVKQKIDLENTLTEGAEVKSLPKLPDLALTPLVKQHQKDKERIQSETSPPT
DDKQADKENVEVTRGRTRNTSISLSKFEFNMKVDPTMPEHGSHKTRNISVCSATSTEEADIHVEPIVPLPDKVDVPTGEE
QDQVLFENRVKLFVFHRESKQWKERGLGRVRILQNLNNYRIRLVMRREQVFKVCLNHFITEAIHFNFKENSDKVLVWAAT
DFSDPDKPNGEMLQFAMKLKSAETAINFLNTVQDGNEAFSVKRLLDPVSVLEDKSEINTSVQDASNASQQSENGNTSVHK
SPVKSTKPAFSFANVATPFGNKNKPLFSDIVFGTPKTQPAAPTTKFTFDASSISFNFGSTSTPATSAPPFQIAPAVMQKP
AASKSLFGVVQPSTGNNDASQQKEQNTIIGQHSSKFQFDMATADNDQNGVDTNVGEKETKKVEKDAKPVELVETDTNDEK
DSEKDDDVIFVWEAVPTQSQLERSRKLQLPPCFFLYEDNPDLEDVDSEEEDAILEYMRLRDDPENEIKDEEYRKSLSLRE
DTPPPETAESDKEETPSPEENEREEEEQKSENQELKEQSQIGGNLFGNFTKPDFSFASMASAVDNKYAFGARKDAAFTVT
AAQSMLFTGASQSPDADPEAFNPDYKPVVAELPPLIEMKTGEEEEEILFKERCKMFRFDNSISNWKERGLGELKILFHKG
MNLHRVVMRREQVFKVCANHLITKDMNLLPNSDKSWMYVANNKSDGEAEVEKLSVKFKTPQIANQFKEIWDTCRHGS   
>Ctel_229185                                                                    
MQLSVKMNLPVMRRDLISDHTPQTTTGLSDCASAEFDECVELLVDYNHRNAKGYSFAKLYYDVKAFEKAKRYLEGFLLSK
DNYAPAHKLMGQINEAMQSPDNALAAYKRSLELDDKQKDVLVKVCELCCHQDIDPERARYWAERGSSLLKDHPVVFKLKE
KICSQRNGKESKEDLEHLISAQLVKQPRNPELRIKLLQLLLETGRVNEAYEHAVEVERRGTHVHCLNWYRTVLRVFTEYK
VRSGKQVNGTFHRWLLTVLNQMVSLSLEQASIPDSTDVLKRFDAMLQLCEKFIDDDMWRSLHKEMQAQLFYHSGTLLLKK
ALHGKNSWKEASIMSGACYAVSYSIKPFNKQDAWFALASTEDRHVFERWYESACTRAAQVGHLVRCLAGSDPQDWLQRIE
EAYLIPEVQDRLFSALFSSPDVKHDKETSFLVQNSVFANTRVDMPMLDDLALFEQVAVLSAPSSLNAIVWFTLQHYSNPD



AAQPDYGVSLFSNLTFDFPNLDHTVPESLSYLDTQAFLYLVTRNALLKARQADTFDRDRPMHLPLSLNCSLCSSEQADWW
KSAFMLCSNATAGADLGLLRRTLQRGLEVVRLIGNHGLSLAMIIHLARTFERRGKAKQDSEEEGDLLNARAYHYWKSALS
LIDRWKRQRKVWAPKDRLFADLDGELCDEDLRVAEREGHSFLARRALSAGRFPEALGAFEKVDSPTAAYEQAKIYYELSC
QKADADGLSSQEKAYLEKTKECLFLSLDRMRGSHHHPLSTDVSDLLDCTETRLAGCDASAFSIQDVSQVIQSTPRAVYSE
GPRRNLNLDDTPPVKNRSPVHLRPSPERLDAHLRSLSVSQDAIMDEVQSVKKSIQGLVDKMSALEILIKTQPPVAAAAPP
VAPVMLPAFYPPPRPEYEFLSPYGPQYAGYPPMAGAPPRPPFQQPPYRAPAPPPAKEPDHYADLDYYGDGEGYDDQTDDF
TGPPIPGPGFFADKGGVAPSIDQLGMLVAGSPVSPAVMVPVGPSLVAGTGTGILPTPPSAAAVAAASGKPVTNFQIPMPA
ASKSEAAAIATKTPAASMLKDMAKKSEEAKTFGGFTFSGQPVIQESPVKQPGAPAKEEAAVAAPKPFANFNFGATKASPV
APVFTPPKPVAVTPTKTTPKANLSIGASPDHPYDAEFEPDVDFKPIVRLPDVVDLKTGEEDEQKMFGARCRLFRMDGETK
AWKERGIGEIKILKNKESSKCRVVMRRDQVLKLCANHLITPEQELKPMANETKAVCWYAQDYSEEEVSHEHLAARFKSDD
ICARFKQVFEQCQKNIPVTPKKPAKVEEPKTLAQKFQEQNKGKWCCDVCYVHNDEAVKKCVACETLRPGCTPEPPAPASS
AAPLGGIAPGGGFSFGAGGGMSFGSKAAEEKTEAGAADASKGGFSFGGVKVESKPLFGNVAASSSPAVSSATTKSASPFA
GFSFGAAKPAAAPSNATPTSTTGNKEPTISLGAKPSIPAPQSNTTDNKEPTLLSGAKPSAPQTDADKSSFVFGSATSATA
AEQKAPGAFTFTLTPAKAASTQPADPQSPDGDGLYKDDEDDSHITFEPIVKLPDNVDIVTGEEDEEVLYEHRALLYRFVN
AEWKERGKGNIKILRNATTGKLRMLMRREQVLKICLNHYITDAITLSPMPNAQGKAWTWHADDFADAEPSHESFAIRFKN
QEIALGFKEAFDNSRESSAKMPVKKTEVKKASPEKQALKAPSVEASPAVAPIAPSKFSFGGTANVFGGTPSNTASDANSK
AKFSFRGSTFGASSAVSFSTTPKTENKSVFNQMPSATTNTSPMTKGVTPKTSLLTNLLTSDVGAVDLTDVQIVHEEVPTA
ELVAEAKKFQLPKTFFNYLNAKPCSGCIGCDSDNFDFSQIKPNLSKSTTPVTPAPVAAPAEVKPKEPAPPTALKSTGIMF
SPKPGGLDFAALASKSDTGFSFGKGSTDFKWSGAGSSIFGAPSTSPEKNTADDADAADTVEEFEPDVHFEPLVKLAEVTD
LKTGEEGETVLFSQRSRLYRFDGASSQWKERGVGEIKILKNEELGRFRLLMRREQVLKVACNHYITEEMSLQPMATSETA
WCWFAVDYAEGEAKNEQLAVKLKTKDLAQQFKDVFTQCQKEIGSGVKEEIVERALSVKPAAITGGGGGNPYYSEQLGTRS
AVKEEIVEAAVSIKPAVVTGGGGGNPSYSKLLGKFAHLLLKFPYPYFHLLFPPSGATSKPPQAQASADVESIGPKDNDDD
YETEEDYGTQLFGKRCTLYFALNGSDSFESLEMGELQIYYDHEQKYKVFMEDSEGMVVCDHAIETNCTSERKKKQVEWDG
ENATVDPPIRVRYRASFSSEQAAQEFLNLVNEGVDIAAQAPAAEEYSDDEEEEPLYNRPASLTYLLANGNTEVKGSGDLL
VRFDEDVLGYRIMMEKVISVEDGDSVVLINHIICRDHRIIRLGQSNSVQWTAMDFATDEAVRRTFRVTFDAFENLVEFEQ
IFAEGVTSAREMEIDELKDGGHLTQRIHIPEVAGRIVEDDGASSV*                                  
>Ocar_g9889_t1                                                                  
DRSVTWFAPADFTDGSPKPEKLAAKFRTSELASEFKKAFTMKKPLKTEGADDDVTEKKEKEKEKETEDDDVLVVYEKKPT
PNQLARAAQYLFPPTFYLYEDRDPMPWCRSDDENDDDEGSHVVNTEMPEPVDSGSIFGQVAGDSALPSFSSFATSSAGAQ
QSSPFGIGFQKESRTFAGAGSAIFGCSRESEKKEDGEDEVVPSDDIYVQPIVKLPDTVEVSTGEEGHTEEFHDRGKLYRF
QADAKQWKERGVGDIKLLRESATGKGRVVMWRDQVKKICANHIILPDMELKANSDRSWLWFTPADISDGEPKAEQVSIRF
RKAEIAQEFKKKFDELRQSFKGSS                                                        
                                                                                
                                                                                
*******JAB***********                                                           
>Hsap_ENSP00000219313                                                           
MPELAVQKVVVHPLVLLSVVDHFNRIGKVGNQKRVVGVLLGSWQKKVLDVSNSFAVPFDEDDKDDSVWFLDHDYLENMYG
MFKKVNARERIVGWYHTGPKLHKNDIAINELMKRYCPNSVLVIIDVKPKDLGLPTEAYISVEEVHDDGTPTSKTFEHVTS
EIGAEEAEEVGVEHLLRDIKDTTVGTLSQRITNQVHGLKGLNSKLLDIRSYLEKVATGKLPINHQIIYQLQDVFNLLPDV
SLQEFVKAFYLKTNDQMVVVYLASLIRSVVALHNLINNKIANRDAEKKEGQEKEESKKDRKEDKEKDKDKEKSDVKKEEK
KEKK                                                                            
>Hsap_ENSP00000262966                                                           
MAAPEPLSPAGGAGEEAPEEDEDEAEAEDPERPNAGAGGGRSGGGGSSVSGGGGGGGAGAGGCGGPGGALTRRAVTLRVL
LKDALLEPGAGVLSIYYLGKKFLGDLQPDGRIMWQETGQTFNSPSAWATHCKKLVNPAKKSGCGWASVKYKGQKLDKYKA
TWLRLHQLHTPATAADESPASEGEEEELLMEEEEEDVLAGVSAEDKSRRPLGKSPSEPAHPEATTPGKRVDSKIRVPVRY
CMLGSRDLARNPHTLVEVTSFAAINKFQPFNVAVSSNVLFLLDFHSHLTRSEVVGYLGGRWDVNSQMLTVLRAFPCRSRL
GDAETAAAIEEEIYQSLFLRGLSLVGWYHSHPHSPALPSLQDIDAQMDYQLRLQGSSNGFQPCLALLCSPYYSGNPGPES
KISPFWVMPPPEMLLVEFYKGSPDLVRLQEPWSQEHTYLDKLKISLASRTPKDQSLCHVLEQVCGVLKQGS         
>Hsap_ENSP00000276682                                                           
MYSRHAQRIPPGKKMASRKEGTGSTATSSSSTAGAAGKGKGKGGSGDSAVKQVQIDGLVVLKIIKHYQEEGQGTEVVQGV
LLGLVVEDRLEITNCFPFPQHTEDDADFDEVQYQMEMMRSLRHVNIDHLHVGWYQSTYYGSFVTRALLDSQFSYQHAIEE
SVVLIYDPIKTAQGSLSLKAYRLTPKLMEVCKEKDFSPEALKKANITFEYMFEEVPIVIKNSHLINVLMWELEKKSAVAD
KHELLSLASSNHLGKNLQLLMDRVDEMSQDIVKYNTYMRNTSKQQQQKHQYQQRRQQENMQRQSRGEPPLPEEDLSKLFK
PPQPPARMDSLLIAGQINTYCQNIKEFTAQNLGKLFMAQALQEYNN                                  
>Hsap_ENSP00000304102                                                           
MAAAAAAAAATNGTGGSSGMEVDAAVVPSVMACGVTGSVSVALHPLVILNISDHWIRMRSQEGRPVQVIGALIGKQEGRN
IEVMNSFELLSHTVEEKIIIDKEYYYTKEEQFKQVFKELEFLGWYTTGGPPDPSDIHVHKQVCEIIESPLFLKLNPMTKH
TDLPVSVFESVIDIINGEATMLFAELTYTLATEEAERIGVDHVARMTATGSGENSTVAEHLIAQHSAIKMLHSRVKLILE
YVKASEAGEVPFNHEILREAYALCHCLPVLSTDKFKTDFYDQCNDVGLMAYLGTITKTCNTMNQFVNKFNVLYDRQGIGR
RMRGLFF                                                                         
>Hsap_ENSP00000304350                                                           
MAGVFPYRGPGNPVPGPLAPLPDYMSEEKLQEKARKWQQLQAKRYAEKRKFGFVDAQKEDMPPEHVRKIIRDHGDMTNRK



FRHDKRVYLGALKYMPHAVLKLLENMPMPWEQIRDVPVLYHITGAISFVNEIPWVIEPVYISQWGSMWIMMRREKRDRRH
FKRMRFPPFDDEEPPLDYADNILDVEPLEAIQLELDPEEDAPVLDWFYDHQPLRDSRKYVNGSTYQRWQFTLPMMSTLYR
LANQLLTDLVDDNYFYLFDLKAFFTSKALNMAIPGGPKFEPLVRDINLQDEDWNEFNDINKIIIRQPIRTEYKIAFPYLY
NNLPHHVHLTWYHTPNVVFIKTEDPDLPAFYFDPLINPISHRHSVKSQEPLPDDDEEFELPEFVEPFLKDTPLYTDNTAN
GIALLWAPRPFNLRSGRTRRALDIPLVKNWYREHCPAGQPVKVRVSYQKLLKYYVLNALKHRPPKAQKKRYLFRSFKATK
FFQSTKLDWVEVGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREVLRLTKLVVDS
HVQYRLGNVDAFQLADGLQYIFAHVGQLTGMYRYKYKLMRQIRMCKDLKHLIYYRFNTGPVGKGPGCGFWAAGWRVWLFF
MRGITPLLERWLGNLLARQFEGRHSKGVAKTVTKQRVESHFDLELRAAVMHDILDMMPEGIKQNKARTILQHLSEAWRCW
KANIPWKVPGLPTPIENMILRYVKAKADWWTNTAHYNRERIRRGATVDKTVCKKNLGRLTRLYLKAEQERQHNYLKDGPY
ITAEEAVAVYTTTVHWLESRRFSPIPFPPLSYKHDTKLLILALERLKEAYSVKSRLNQSQREELGLIEQAYDNPHEALSR
IKRHLLTQRAFKEVGIEFMDLYSHLVPVYDVEPLEKITDAYLDQYLWYEADKRRLFPPWIKPADTEPPPLLVYKWCQGIN
NLQDVWETSEGECNVMLESRFEKMYEKIDLTLLNRLLRLIVDHNIADYMTAKNNVVINYKDMNHTNSYGIIRGLQFASFI
VQYYGLVMDLLVLGLHRASEMAGPPQMPNDFLSFQDIATEAAHPIRLFCRYIDRIHIFFRFTADEARDLIQRYLTEHPDP
NNENIVGYNNKKCWPRDARMRLMKHDVNLGRAVFWDIKNRLPRSVTTVQWENSFVSVYSKDNPNLLFNMCGFECRILPKC
RTSYEEFTHKDGVWNLQNEVTKERTAQCFLRVDDESMQRFHNRVRQILMASGSTTFTKIVNKWNTALIGLMTYFREAVVN
TQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLRWSKQTDVGITHFRSGMSHE
EDQLIPNLYRYIQPWESEFIDSQRVWAEYALKRQEAIAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRT
DFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKWKKLTN
AQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESIVMDLCQVFDQE
LDALEIETVQKETIHPRKSYKMNSSCADILLFASYKWNVSRPSLLADSKDVMDSTTTQKYWIDIQLRWGDYDSHDIERYA
RAKFLDYTTDNMSIYPSPTGVLIAIDLAYNLHSAYGNWFPGSKPLIQQAMAKIMKANPALYVLRERIRKGLQLYSSEPTE
PYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWK
TAEEVAALIRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKVEKFGDLILKATEPQMVLFNLY
DDWLKTISSYTAFSRLILILRALHVNNDRAKVILKPDKTTITEPHHIWPTLTDEEWIKVEVQLKDLILADYGKKNNVNVA
SLTQSEIRDIILGMEISAPSQQRQQIAEIEKQTKEQSQLTATQTRTVNKHGDEIITSTTSNYETQTFSSKTEWRVRAISA
ANLHLRTNHIYVSSDDIKETGYTYILPKNVLKKFICISDLRAQIAGYLYGVSPPDNPQVKEIRCIVMVPQWGTHQTVHLP
GQLPQHEYLKEMEPLGWIHTQPNESPQLSPQDVTTHAKIMADNPSWDGEKTIIITCSFTPGSCTLTAYKLTPSGYEWGRQ
NTDKGNNPKGYLPSHYERVQMLLSDRFLGFFMVPAQSSWNYNFMGVRHDPNMKYELQLANPKEFYHEVHRPSHFLNFALL
QEGEVYSADREDLYA                                                                 
>Hsap_ENSP00000344742                                                           
MSDHGDVSLPPEDRVRALSQLGSAVEVNEDIPPRRYFRSGVEIIRMASIYSEEGNIEHAFILYNKYITLFIEKLPKHRDY
KSAVIPEKKDTVKKLKEIAFPKAEELKAELLKRYTKEYTEYNEEKKKEAEELARNMAIQQELEKEKQRVAQQKQQQLEQE
QFHAFEEMIRNQELEKERLKIVQEFGKVDPGLGGPLVPDLEKPSLDVFPTLTVSSIQPSDCHTTVRPAKPPVVDRSLKPG
ALSNSESIPTIDGLRHVVVPGRLCPQFLQLASANTARGVETCGILCGKLMRNEFTITHVLIPKQSAGSDYCNTENEEELF
LIQDQQGLITLGWIHTHPTQTAFLSSVDLHTHCSYQMMLPESVAIVCSPKFQETGFFKLTDHGLEEISSCRQKGFHPHSK
DPPLFCSCSHVTVVDRAVTITDLR                                                        
>Hsap_ENSP00000350512                                                           
MAASGSGMAQKTWELANNMQEAQSIDEIYKYDKKQQQEILAAKPWTKDHHYFKYCKISALALLKMVMHARSGGNLEVMGL
MLGKVDGETMIIMDSFALPVEGTETRVNAQAAAYEYMAAYIENAKQVGRLENAIGWYHSHPGYGCWLSGIDVSTQMLNQQ
FQEPFVAVVIDPTRTISAGKVNLGAFRTYPKGYKPPDEGPSEYQTIPLNKIEDFGVHCKQYYALEVSYFKSSLDRKLLEL
LWNKYWVNTLSSSSLLTNADYTTGQVFDLSEKLEQSEAQLGRGSFMLGLETHDRKSEDKLAKATRDSCKTTIEAIHGLMS
QVIKDKLFNQINIS                                                                  
>Hsap_ENSP00000360995                                                           
MDQPFTVNSLKKLAAMPDHTDVSLSPEERVRALSKLGCNITISEDITPRRYFRSGVEMERMASVYLEEGNLENAFVLYNK
FITLFVEKLPNHRDYQQCAVPEKQDIMKKLKEIAFPRTDELKNDLLKKYNVEYQEYLQSKNKYKAEILKKLEHQRLIEAE
RKRIAQMRQQQLESEQFLFFEDQLKKQELARGQMRSQQTSGLSEQIDGSALSCFSTHQNNSLLNVFADQPNKSDATNYAS
HSPPVNRALTPAATLSAVQNLVVEGLRCVVLPEDLCHKFLQLAESNTVRGIETCGILCGKLTHNEFTITHVIVPKQSAGP
DYCDMENVEELFNVQDQHDLLTLGWIHTHPTQTAFLSSVDLHTHCSYQLMLPEAIAIVCSPKHKDTGIFRLTNAGMLEVS
ACKKKGFHPHTKEPRLFSIQKFLSGIISGTALEMEPLKIGYGPNGFPLLGISRSSSPSEQL                   
>Hsap_ENSP00000381998                                                           
MAVQVVQAVQAVHLESDAFLVCLNHALSTEKEEVMGLCIGEVSSPSRSDSKFAYTGTEMRTVAEKVDAVRIVHIHSVIIL
RRSDKRKDRVEISPEQLSAASTETHRLAELTGRPMRVVGWYHSHPHITVWPSHVDVRTQAMYQMMDQGFVGLIFSCFIED
KNTKTGRVLYTCFQSIQAQKSSESLHGPRDFWSSSQHISIEGQKEEERYERIEIPIHIVPHVTIGKVCLESAVELPKILC
QEEQDAYRRIHSLTHLDSVTKIHNGSEVFTKNLCSQMSAVSGPLLQWLEDRLEQNQQHLQELQQEKEELMQELSSLE   
>Hsap_ENSP00000386541                                                           
MDRLLRLGGGMPGLGQGPPTDAPAVDTAEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQSGT
GVSVEAVDPVFQAKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALSERAVAVVVDPIQSVKGKVVIDAF
RLINANMMVLGHEPRQTTSNLGHLNKPSIQALIHGLNRHYYSITINYRKNELEQKMLLNLHKKSWMEGLTLQDYSEHCKH
NESVVKEMLELAKNYNKAVEEEDKMTPEQLAIKNVGKQDPKRHLEEHVDVLMTSNIVQCLAAMLDTVVFK          
>Hsap_ENSP00000418734                                                           
MAAEEADVDIEGDVVAAAGAQPGSGENTASVLQKDHYLDSSWRTENGLIPWTLDNTISEENRAVIEKMLLEEEYYLSKKS
QPEKVWLDQKEDDKKYMKSLQKTAKIMVHSPTKPASYSVKWTIEEKELFEQGLAKFGRRWTKISKLIGSRTVLQVKSYAR



QYFKNKVKCGLDKETPNQKTGHNLQVKNEDKGTKAWTPSCLRGRADPNLNAVKIEKLSDDEEVDITDEVDELSSQTPQKN
SSSDLLLDFPNSKMHETNQGEFITSDSQEALFSKSSRGCLQNEKQDETLSSSEITLWTEKQSNGDKKSIELNDQKFNELI
KNCNKHDGRGIIVDARQLPSPEPCEIQKNLNDNEMLFHSCQMVEESHEEEELKPPEQEIEIDRNIIQEEEKQAIPEFFEG
RQAKTPERYLKIRNYILDQWEICKPKYLNKTSVRPGLKNCGDVNCIGRIHTYLELIGAINFGCEQAVYNRPQTVDKVRIR
DRKDAVEAYQLAQRLQSMRTRRRRVRDPWGNWCDAKDLEGQTFEHLSAEELAKRREEEKGRPVKSLKVPRPTKSSFDPFQ
LIPCNFFSEEKQEPFQVKVASEALLIMDLHAHVSMAEVIGLLGGRYSEVDKVVEVCAAEPCNSLSTGLQCEMDPVSQTQA
SETLAVRGFSVIGWYHSHPAFDPNPSLRDIDTQAKYQSYFSRGGAKFIGMIVSPYNRNNPLPYSQITCLVISEEISPDGS
YRLPYKFEVQQMLEEPQWGLVFEKTRWIIEKYRLSHSSVPMDKIFRRDSDLTCLQKLLECMRKTLSKVTNCFMAEEFLTE
IENLFLSNYKSNQENGVTEENCTKELLM                                                    
>Hsap_ENSP00000442283                                                           
MNAVISASASFFLDKMATPAVPVSAPPATPTPVPAAAPASVPAPTPAPAAAPVPAAAPASSSDPAAAAAATAAPGQTPAS
AQAPAQTPAPALPGPALPGPFPGGRVVRLHPVILASIVDSYERRNEGAARVIGTLLGTVDKHSVEVTNCFSVPHNESEDE
VAVDMEFAKNMYELHKKVSPNELILGWYATGHDITEHSVLIHEYYSREAPNPIHLTVDTSLQNGRMSIKAYVSTLMGVPG
RTMGVMFTPLTVKYAYYDTERIGVDLIMKTCFSPNRVIGLSSDLQQVGGASARIQDALSTVLQYAEDVLSGKVSADNTVG
RFLMSLVNQVPKIVPDDFETMLNSNINDLLMVTYLANLTQSQIALNEKLVNL                            
>Cint_ENSCINP00000001153                                                        
MTGSGTSGSVAVKLHPLVIMNISDHWTRLRAQNGKPLPDFYNSEESSSMLQNRLVESVRVFGALIGKQVGRTIELLNSFE
LLYLEINDEILIDTDYYYAKEEQFKQVFKDLDFHGWYTTGGSPTELDMKIHKQICDIIESPIFLKLNPQAASTDLPLNVY
ESVIDVTDGNAVSRLVTLNYTLATEEAERIGVDHVARVSNVDSNSVSYASEHLSSQHSSISMLYTRVRLLRDYTEAVRKG
ELPRDNEILRLLNALCKRLPVLGAESLTSDLHNQYNDVTLMTYLGVMSKGSQTMNQFISKFNILLDRQNAGRRLRGLFI 
>Cint_ENSCINP00000007770                                                        
VPKTKSMTTVAPTTEKVVVHPLVLLSVVDHFNRMGKVGSQSRVVGVLLGQWKTIDGKRLLDISNSFALPFDEDTRDRSVW
FLDHDYLESMAAMFKKVNARERLVGWYHTGPKLCANDIAINDLIRRYNPNAVLVIIDAKPKELGLPTEAYISVEQVHDDG
TPTTKTFKHIPSEIDAEEAEEVGVEHLLRDIHNVTAGTLSQQITNQLQGVKGLGAKLVEIKNYLDQVHSGKLPINHSIMY
LLQDIFNLLPDVNLAEFSKSFYLKTNDQMLVVYLSCLIRSVIALHNLINNKVSTATAERGDSKTKKEKTSDSAENKKNKK
VTAKEQEKKI                                                                      
>Cint_ENSCINP00000009483                                                        
MGSVSRVYLQADAYLSCITHALSNESEEVMGLCIGEMVEKVTGCEIHISAVMLLRRMDKRKDRVEISVEQLSNASTHAEE
LAKKSGKPLRIVGWYHSHPHITVWPSHVDVQTQAMYQMMDQSFVGLIFSCFNENKANMQTIEATCFQSVRESPEWDAPRY
QRIEIPMQIERGNTVSQFNFQTLTNLPKILIQEESEMYDKACGSCGDGVMTQIHNASVHAQSLCNITETITSPLLHVLEA
TNKKHEMELERIKLENEELKQQIAALSTELEIEV                                              
>Cint_ENSCINP00000010427                                                        
MEFARNMYDLHRKVNPTEVIVGWYATGKDITEHSVLIHEYYSRESKCPVHLTVNTDLRPGAEIDFKAFISKPIGVPGKTQ
GMMFSPVPSHVEYYNAERVAVDRIKLGANNRAGVVSLPTDFENVLNATSTLSTMLDAVLQHVNNVLAGNAPMDPKIGRYL
MDLVCTVPHMEEDEFDTMLNNNINDLLMVRYLTNVVKSQVALNEKLVNTTVIQPT                         
>Cint_ENSCINP00000013258                                                        
TETQEMSQGSSMAMKTWEMQNNIETVSAVDEIYKYDYQGQQDMLAAKPWVKDPHYFKNVKISALALLKMVMHARSGGNLE
VMGLMLGKVDGENMIVMDVFALPVEGTETRVNAQAAAYEYMAAYIDSAKQVGRLENAIGWYHSHPGYGCWLSGIDVGTQL
LNQQFQEPFLAIVVDPTRTISAGKVNIGAFRTYPKGYKPPDDGPDEYQTIPLNKIEDFGVHCKQYYSLDISYFKSVLDKK
LLESLWNKYWVSTLSSSSLLTNAEYMTGQVKDLSEKLEQAETQVNRTSSYSFEAHERKTEDKLTKAAKDSKKLTIEAIHG
LMSQVIKDRLFNHMKTP                                                               
>Cint_ENSCINP00000013822                                                        
MVKHCEEDSGGPELVQGVLLGLVVGETLEVTNCFPFPRTSDTSDFDEVAYQMDMMRSLRHVNIDHLHVGWYQSSNHGNFI
NRTFFDSQFSYQSAIEESVVLIYDPLKTSQGSLSLKVFRLTKKMMEMYNSRQFNLDVVKKEGLGFEGMYEEVPVHIKNSP
LTSLLTLKLNKENPTPERVEYLNLSHSSSLERQLRLMMSSVDDLTQESQRFVQYQRSAGKQHQNK               
>Cint_ENSCINP00000014135                                                        
MEPPAVTNPPANPTPPSNPPGTPQPPPNPEKPMATPAAPVEKEDDDSNADDTESLDSNSSRKDISPRSSRGGTSRSVTLQ
TLVQEGVLEPGNGVLSIDYLSHKYLGDLLPNGKILWDNVQFPSPSTWATHIKKKINPSKKSGCGWNSVKYKGKKLDKLKA
NWFRKNAGVVPTHSPAANFDEELMAQCNANTLLLDNKMVRERQSMKYAELKHQTTIDPNTLIEFENFNETNPQPFSIVVS
SSVLLLIDFHCHLSTSEVVGYLGGQWDPNKRCLFIIQAFPCKCKLCDQDNAMVVEQEISQNMMRRNLTRVGWYHSHPTSQ
SEPTIRDIDVQHEMQAMVAATHPAIGLICSPFDVRDATRTESVYSAFWVSPPPEVSEGEVWYGMPMRLVYNEMQDHAIQQ
DLLAEMRMLVDFHKTQPDLIGFGKLWKGTMTYLDKIKLSMTRKLPKDRSGSQLVHFVHELLMNSTTVNTG          
>Cint_ENSCINP00000021382                                                        
MDDSGSVVKNVQIDGLVVLKMVKHCEEDSGGPELVQGVLLGLVVGETLEVTNCFPFPRTSDTSDFDEVAYQMDMMRSLRH
VNIDHLHVGWYQSSNHGNFINRTFFDSQFSYQSAIEESVVLIYDPLKTSQGSLSLKVFRLTKKMMEMYNSRQFNLDVVKK
EGLGFEGMYEEVPVHIKNSPLTSLLTLKLNKENPTPERVEYLNLSH                                  
>Cint_ENSCINP00000022547                                                        
VPKTKSMTTVAPTTEKVVVHPLVLLSVVDHFNRMGKVGSQSRVVGVLLGQWKTIDGKRLLDISNSFALPFDEDTRDRSVW
FLDHDYLESMAAMFKKVNARERLVGWYHTGPKLCANDIAINDLIRRYNPNAVLVIIDAKPKELGLPTEAYISVEQVHDDG
TPTTKTFKHIPSEIDAEEAEEVGVEHLLRDIHNVTAGTLSQQITNQLQGVKGLGAKLVEIKNYLDQVHSGKLPINHSIMY
LLQDIFNLLPDVNLAEFSKSFYLKTNDQMLVVYLSCLIRSVIALHNLINNKVSTATAERGDSKTKKEKTSDSAENKKNKK
VAAKEQEKKI                                                                      



>Skow_XP_002741913                                                              
MSAVDNHDPGERVRALFNAGSKVEVDSNIPVKRYFRSGIEIIRMANVYYEEGELESAFILYSKFITLFVEKLPKHPGYKE
ATHQDKSVNKTKLKLVFPKAEDVKTRLKKRYENELAIIQEQEKKKQAELAKQQEAERLRKEEEARKREEIRKQLEEEEKK
QFEKQKAQILHEDESFIEKEKERQRQIEIDRRLAIELDKENKIAKKPEKQVTPAIVGGTAAVGGGINAAVPSAPPESVVH
LPATRPATAPPQGGSSTAWSPYGAVSPSVLNAYNSNFSPPPPPAYASVVSPKGILKEEEPSTIVSVPPSVDRSTKPSTEV
ENYNNAYGLRQVVVPQEVMVKFLNLALPNTNRNVETCGILAGKLCQNAFLITHVIVPKQSGTSDSCTTVNEEDIFDYQDT
HDLITLGWIHTHPSQTAFLSSIDLHTHCGYQLMMPEAIAIVCAPKHQETGIFMLTPSHGLDYIANCRTSGFHPHPKEPPL
FENSQHVTITADKGVTLVDLRK                                                          
>Skow_XP_002741491                                                              
MSLPSTPIKKVVVHPLVLLSVVDHFNRMGKVGNQKRVVGVLLGALRKDVLDISNSFAVPFDEDEKDNAVYFLDHDYLENM
SGMFKKVNAREKIVGWYHTGPKLHRNDIAINEIIRGYCPNSVLAIIDAKPKDLGLPTEAYVAVEEVHDDGTPTSKTFEHI
PSEMGAEEAEEVGVEHLLRDIKDTTVGTLSQRITNQLMGLKGLHAHIQDIHQYLEQVAQGKLPVNHQIIYQLQDIFNLLP
DVNFSEFVKAFLVKTNDQMLVVYLAALIRSIIALHNLINNKIQNRDAEKQEGQKKPDDKDKDKDKKDKKDDKDKKDKKEK
EKSTASKK                                                                        
>Skow_XP_002740113                                                              
MAISGVHLESDAYMVCMAHALSTEREEVMGLCIGEVDMNKMVQIVSVIMLTRSDKQPDRVEISPEQLSAATVEAERLAEL
FERPLRVVGWYHSHPHITVWPSHVDVLTQAMYQRYMDEGFIGLIFSCFNNDKQTNHGRIQVTCFQAINQSPEGEPPMYER
LEVPLYINAKDSMSGPCLDALVELPRILTQEELHAYDKTLVSENKDLLTQIHNGAVYTKSLSHLMEVLSAPLLQSLESRL
ERNKMKMEALKKEKEELLKELQTS                                                        
>Skow_XP_002739812                                                              
MDRLLRLGGGGIPGLGQGTPPSDAPMVDTAEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQS
GTGVSVEAVDPVFQAKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALSERAVAVVVDPIQSVKGKVVID
AFRLINPNMMVLGQEPRQTTSNLGHLQKPSIQALIHGLNRHYYSIAINYRKNELEQKMLLNLHKKSWMDGLMLKDYKEHC
AVNEKTVKEMLELAKSYNKAVEEEDQMTAEQLAVKNVGKLDPKRHLEEHVEVLMTSNIVQCLGSMLDTVVFK        
>Skow_XP_002737572                                                              
MAASSPVARVQIDGLVVLKIVKHCQEESTGGSELVQGVLLGLVVDNTLEITNCFPFPRHTDDEDFDEVQYQMEMMRNLRH
VNIDHLHVGWYQSTYYGAFMNKALLDSQFNYQHSIEESVVLIYDPIKTTRGTLCLKAYRLTPQLMHMYKEGDFTPESIKK
SSLSYEQMFEEIPIVIKNSHLINTLLCEIENKSPPKEGNFLNLATGSVLKKNLRLLMDSVDELNQDTNKFINYQRNVGKQ
QQAKQQYLYKRTQENMALQGRGEAPLPEEDLSKIFKPITVPSRLDSLLVAGQIKHHTDLVNQFASQSFGKLFMCEALQPK
QE                                                                              
>Skow_XP_002734071                                                              
MASKMAAKTWELSNNMETVQSVDEIYKYDKKQQQEILAAKPWTKDNHYFKYCKISALALLKMVMHARSGGNLEVMGLLLG
KVDGETMIIMDCFALPVEGTETRVNAQAAAYEYMAAYIESAKQVGRLENAIGWYHSHPGYGCWLSGIDVGTQMLNQQFQE
PFVAIVIDPTRTISAGKVNLGAFRTYPKNADYTTGQISDLSEKLEQSEAQLGRGGFMLMDHHDKKSEDKLAKATRD    
>Skow_XP_002733230                                                              
MALTASLRTCHVHPVVLLSIVDSYERRNEDAKRVIGTLLGTNTLGHIEVTNCFSVPHNESEDEVAVDMEFAKNMYDLHKR
VNSAEMIVGWYATGSEITEHSVLIHEYYNRECNNPIHITVDTMLKDDKLSCKGWQSQSMGVPGKTKGTIFTPVPIDTIFY
EPEKVAIDMFIEGKNALPNKRTIDIVTDLEHVGKNAGKLRELLTIVINYVDDVLGGKMAADNIIGRYLMDLLNTVPQIEA
EQFEEMLNNNMKDLLMVVYLSNLVSTQLALSEKINMLDTRGLEK                                    
>Dmel_FBpp0072197                                                               
MPSQEVSVNKVIVHPLVLLSVVDHFNRMGKIGNQKRVVGVLLGCWRSKGVLDVSNSFAVPFDEDDKDKSVWFLDHDYLEN
MYGMFKKVNARERVVGWYHTGPKLHQNDIAINELVRRYCPNSVLVIIDAKPKDLGLPTEAYISVEEVHDDGSPTSKTFEH
VPSEIGAEEAEEVGVEHLLRDIKDTTVGSLSQKITNQLMGLKGLNAQLRDIKQYLQRVGDSKMPINHQIVYQLQDIFNLL
PDITNDQFTGTMYVKTNDQMLVVYLASMVRSIIALHNLINNKLANRDAEEGKSDSKEAKEKNKDSKDKDNKETKDKDGKK
AEEKADKGKDEGGKGSRK                                                              
>Dmel_FBpp0078532                                                               
MSALNLTVRVHPVVLFQVVDAFERRNADSHRVIGTLLGSVDKGVVEVTNCFCVPHKEHDDQVEAELSYALDMYDLNRKVN
SNESVVGWWATGNDVTNHSSVIHEYYARECNNPVHLTVDTSLQGGRMGLRAYVCIQLGVPGGKSGCMFTPIPVELTSYEP
ETFGLKLLQKTVGVSPAHRPKTVPPMLDLAQISEASTKLQSLLDLILKYVDDVIAHKVTPDNAVGRQLLDLIHSVPHMTH
EQFTQMFNANVRNLLLVITLSQLIKTQLQLNEKLTFLPTA                                        
>Dmel_FBpp0078664                                                               
MDRLLRLGGAMPQAAPPTDAPVVDTAEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVQVIDVFAMPQTGTGV
SVEAVDPVFQAKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALSERAVAVVVDPIQSVKGKVVIDAFRL
INPNMLVLGQEPRQTTSNLGHLQKPSVQALIHGLNRHYYSISINYRKNELEQKMLLNLHKKSWKDGLTLSDYNEHCSINE
DTVAEMLDLAKNYNKSLEDEEKMTPEQLAIKNVGKQDPKRHLEEKVDKVMQNNIVQCLGAMLDTIVFK            
>Dmel_FBpp0078667                                                               
MANRANRHAARTEDSDNTINYVQCDGLAVMKMVKHCHEESSNMDLAQGALLGLVVDKCLEITNCFPFPKSGDETMDEEMY
QLTVMRRLRRVNVDHLHVGWYQSSDVGNSLSMALLESQYHYQTSIEESVVVVYDTQKSSRGFLCLKAYRLTPQAIQMYKD
GDFTPEAFRTLKVGYENLFAEIPIVIKNSPLTNIMMSELNELLPEDKGHNFLDLGTATVLENQMRSLIERVDELYQEAVR
YNKYQQVVFKQDTEKHRALAKLAAENAVRTSKGEPTVPEEEVIKQFRPMTAPNRLTATITSGQINTHAQHIAQFCSQSLA
KLFITESLQIAKEAKETK                                                              
>Dmel_FBpp0079789                                                               



MENGVEHGVDESGENQVLSSSDGEGDCDGDGEVEGEVLQPPPPPPLQITNDCVGEGVQAEEGERAPATTGAVDVTPDPGP
PPTDGAAPVAILEDNMCDKDVDSDAGDEDNDDETKENYEGFNGTGRTVTLQTLMAANVLQPGLGLMTIEYLGQKFVGDLL
ADGKIKSHETETIFLTPSAWAMHCKRIINPDKKSGCGWASVKYKGKKLDAYKNTYLRKCALQKETPLDDCELDAERKTDT
PEIVVKRTVFAHNTVSNRNVVHDANMLIESVPFTSVGKLQPFLITVNSSALLLADFHCHLTVREVCGYLGGTWDMNTHTL
SITKTYPCRSTRFDRQRAGEVERDIQKMMIQDQLLLVGWYHSHPKFQAEPTLRDCDAQLDYQIKMRGASDLTYTPCVSLI
ISPYYDENPTLESVVKCIWIVPPNENRQSMEYGRPMLMQYSVLPDKEIPEEVRSEIQLCVDYYSQYRSEMVKFRNIYNND
VTYNEKLKNTLYPKFPSKQSDKALWNWICAVLDCEQEDDFIPPKTIKIIDNDDLEVKEEDKPVVLMDLSGDVKINPPKEE
QFSEAMGGLEDSGRKAEEESNAQAEQKASELKVMSLQEQLCMPSGLNMNPVRMLSPLATPNPTSLPPVLPNLGAPVLPAT
PSQLLPPQVPAVTAPPAITPAVTTSALTSALNASPRDSPITIQSNSASPAKFEVPVRASPSPAKSDTSSHASTSRTRNSP
APSPGKFSVSDIARNSPSITPNKYEAAAAALVPPAAACLPTANDLMAASLAQLAGQLPPNFLQGDLAALFQQQRKDYGSS
SLNQLAAAAAKVGGSKQSNASASSGLNDPNVAAAVAAYSNSFNMPLPTGVGIGGSGNSNAHSSSKSKSERSSKSSSSSSS
SNSSSTSNSYKTKLMKELDELKNDPLKMSELIRSPEYAALLLQQAEALGATTLGTLGFGSDYSYLTGAGLGVPAANALTG
GQSSNSSSSKSSKSSPAAAAAAALSADYNNLIQASKLLGYDSYMQQSKQSNDLNAFLQQQMAVAAASIPPPPQTASSGSS
NSSSSKKQQQLQQQQHQQQQQQQQQQAAAQADYTALLQTYTKLFDPNNQFAAAMSSNKHMAGAHNELSALLSSGVGVGGG
ASGGGSKQKQKDIQSDMLNQLLQLEKQDSEIKALLYRQNKAAADLDALFATPSGAVVGAGSSANAMKSGSSAGNSGVSGM
SSPSSLSNQAAYYNALAQEKMQDYAAFFQQQHGKYGIPDPLSKTTLAANNMFMTPSALFKIQQESLSAMMMKPPKSTTPS
SARTRESSASPALERLTPTKSASSGGSGGGGSNSNSGGKYNFSAVDLAISSVPSNTPSPAPSDGSSGSSHRRPSPDIGRL
YGELAPPGALLGSGGVPKKRMEFASVADLAAPPPAKMPKNNMGDDILNLSHD                            
>Dmel_FBpp0082743                                                               
MDSDAAQKTWELENNIQTLPSCDEIFRYDAEQQRQIIDAKPWEKDPHFFKDIKISALALLKMVMHARSGGTLEVMGLMLG
KVEDNTMIVMDAFALPVEGTETRVNAQAQAYEYMTAYMEAAKEVGRMEHAVGWYHSHPGYGCWLSGIDVSTQMLNQTYQE
PFVAIVVDPVRTVSAGKVCLGAFRTYPKGYKPPNEEPSEYQTIPLNKIEDFGVHCKQYYPLEISYFKSALDRRLLDSLWN
KYWVNTLGSSGLLTNTEYTTGQIMDLSEKLEQSENFLGRGTDVNEKRSEDKLSKATRDCSRSTIELIHGLMAQIVKDKLF
NKVGLGK                                                                         
>Dmel_FBpp0083658                                                               
MEQMEVDVDMSAKPSTSSSAAAGSSMAVDKTADQNPQPQGNIMAAAGTSGSVTISLHPLVIMNISEHWTRFRAQHGEPRQ
VYGALIGKQKGRNIEIMNSFELKTDVIGDETVINKDYYNKKEQQYKQVFSDLDFIGWYTTGDNPTADDIKIQRQIAAINE
CPIMLQLNPLSRSVDHLPLKLFESLIDLVDGEATMLFVPLTYTLATEEAERIGVDHVARMTSNESGEKSVVAEHLVAQDS
AIKMLNTRIKIVLQYIRDVEAGKLRANQEILREAYALCHRLPVMQVPAFQEEFYTQCNDVGLISYLGTLTKGCNDMHHFV
NKFNMLYDRQGSARRMRGLYY                                                           
>Dmel_FBpp0085053                                                               
MSKAVNNMSMGDVEPQERMKHLSHCGNLIEVDKNMPVTRYYRSGTEMLRMANVYLREGNHENAFILYLRYMTLFIEKIRQ
HPDYGSVKAEVRDINRKIKDEIMPTTEKLRAKLLTHYQREYEQFLASKEAERVKELERERERERERQRQKEREKAGSSAI
PSLIPANLHVLIDEGNQPSAPDLGLLDQVVYPNDFPTGANRSLPGSGLLLPAASEAAADKTTNSKPSFDRNQKPSYNRTD
SLLAGSLRLVYVPGDTMEVFLKLALANTSKNIETCGVLAGHLSQNQLYITHIITPQQQGTPDSCNTMHEEQIFDVQDQMQ
LITLGWIHTHPTQTAFLSSVDLHTHCSYQIMMPEALAIVCAPKYNTTGFFILTPHYGLDYIAQCRQSGFHPHPNDPPLFM
EAQHIRMDNQAKIKVIDLRR                                                            
>Dmel_FBpp0085334                                                               
MMSRNFSMRAKVYLKPLVFFQIIDAYDRRPKGDNQVMGTLLGRNKEGHIEITNCFTVPHKEHSENKRIDLDMAYASEVLE
LNMFAYPNERVLGWFCTGKSVSRSASLIHDYYVRECCEGQPLHLLVDAALKNQRLSTRLYCAVEMGVPGGTKGLMFSLVP
LEISNENSDLVALRCIEKQSQQQASKQMERFVPELAQVVDATRDMQHRLDLVLRYINDVLARKKKPDNVVGRSLYAALTA
VPLLDSDKFRVMFNTNLRDMLMAITLSTMIKTQLEISEKLSCMQDQ                                  
>Dmel_FBpp0087124                                                               
MSIPPYMIPQNAWAAQLMAQQAYAAAHAQQAQLHAQQQMANQIQQIPPPGAPLPPAGGHTNGIPIPVGGQGPGLGQIPTP
KPDILTEEKLQEKALKWQHLQSKRFAEKRKFGFVDTQKEDMPPEHIRKIIRDHGDMTSRKYRHDKRVYLGALKYMPHAVL
KLLENMPMPWEQIRDVQVLYHITGAITFVNEIPWVIEPVYIAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYAD
NVLDVEPLEAIQIELDNDEDNAVYKWFYDHRPLVDTQFVNGTTYRKWNLSLPQLATLYRLANQLLTDLVDNNFFYLFDPK
SFFTAKALNMAIPGGPKFEPLIKDHNVGDEDWNEFNDINKVIIRQPIRTEYRIAFPYLYNNMPHFVHLSWYHTPNVVYIK
TEDPDLPAFYFDPLINPISHRNANSKIQEPLPDDDEDFTLPDDVQPFLQDTPLYTDNTANGIALLWAPRPFNMRSGRSRR
AIDVPLVKCWYKEHCPPGHPVKVRVSYQKLLKYYVLNALKHRKPKPQKKRYLFRSFKATKFFQTTTLDWVEAGLQVCRQG
YNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLIIDSHVQYRLNNVDAFQLADGLQY
IFAHVGQLTGMYRYKYKLMRQIRMCKDLKHLIYYRFNTGPVGKGPGCGFWAPGWRVWLFFMRGITPLLERWLGNLLSRQF
EGRHSKGVAKTVTKQRVESHFDLELRASVMHDIVDMMPEGIKQNKARTILQHLSEAWRCWKANIPWKVPGLPIPIENMIL
RYVKMKADWWTNTAHYNRERIRRGATVDKTVCKKNLGRLTRLYLKAEQERQHNYLKDGPYISPEEAVAIYTTTVHWLESR
RFAPIPFPPLSYKHDTKLLILALERLKEAYSVKSRLNQSQREELGLIEQAYDNPHEALSRIKRHLLTQRAFKEVGIEFMD
LYSHLIPVYEVEPLEKITDAYLDQYLWYEADKRRLFPPWIKPSDTEPPPLLAYKWCQGINNLQDVWDVGEGECNVLLESR
FEKLYEKIDLTLLNRLLRLIVDHNIADYMTAKNNVVINYKDMNHTNSYGIIRGLQFSSFITQYYGLVLDLLVLGLHRSSE
MAGPPQMPNDFLTFQDTVTETAHPIRLYCRYVDRIHLFFRFSAEEARDLIQRYLTEHPDPNNENIVGYNNKKCWPRDARM
RLMKHDVNLGRAVFWDIKNRLPRSVTTIGWESTFVSVYSKDNPNLLFNMSGFECRILPKCRTQNEEFTHRDGVWNLQNEI
TKERTAQCFLRVDDESLGRFHNRVRQILMASGSTTFTKIVNKWNTALIGLMTYFREAVVNTQELLDLLVKCENKIQTRIK
IGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLRWSKQTDVGITHFRSGMSHDEDQLIPNLYRYIQPWESEFI
DSQRVWAEYALKRQEANAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRIRTEFKQYQVLKQNPFWWTHQRH



DGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSP
TINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESIVMDLCQVFDQELDALEIETVQKETIHPRKSY
KMNSSCADILLFPAYKWNVSRPSLLADTKDTMDNTTTQKYWLDIQLRWGDYDSHDVERYARAKFLDYTTDNMSIYPSPTG
VLIAIDLAYNLHSAYGNWFPGCKTLIQQAMAKIMKANPALYVLRERIRKALQLYSSEPTEPYLSSQNYGELFSNQIIWFV
DDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQ
IIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKVEKFGDLILKATEPQMVLFNLYDDWLKTISSYTAFSRLILIL
RALHVNTERTKIILKPDKTTITEAHHIWPTLTDEEWIKVEVQLKDLILADYGKKNNVNVASLTQSEIRDIILGMEISAPS
AQRQQIAEIEKQTKEQNQLTATTTRTTNKHGDEIITSTTSNYETQTFSSKTEWRVRAISATNLHLRTNHIYVSSDDIKET
GYTYILPKNILKKFVTISDLRAQIAGYLYGVSPPDNPQVKEIRCIVMPPQWGTHQTINLPNTLPTHQYLKDMEPLGWIHT
QPNELPQLSPQDITTHAKIMQENSNWDGEKTIVITCSFTPGSCSLTAYKLTPSGFEWGSKNTDKGNNPKGYLPSHYERVQ
MLLSNKFLGFFMVPAQSSWNYNFMGVRHDPNMKYELQLANPKEFYHELHRTSHFLLFSNLEDGGDGAGADREDVYA    
>Cele_B0547_1_1                                                                 
MEVDNVKPSSSVPQRNWEKENNVQNVDSIFEYNNKQQVEIRNAKPWDKDPHYFKQIKISAIALLKMTMHAKRGGNLEIMG
LLQGRIDANSFIILDVFALPVEGTETRVNAQAQAYEYMTVYSEMCDTEGRKEKVVGWYHSHPGYGCWLSGIDVSTQTLNQ
KFQEPWVAIVIDPLRTMSAGKVDIGAFRTYPEGYRPPDDVPSEYQSIPLAKIEDFGVHCKRYYSLDVSFFKSQLDAHILT
SLWNSYWISTLSSSPLFSNVEFLNNQIQDINQKLSAVDKKLQLNDRSVDGHEALMKVVTDAKAVGDELETGRISHLVKQL
LFARQAGGGCGCSHASAGSPMDIAVATEPEKAGPSPSAPEPAVEMADA                                
>Cele_C41D11_2                                                                  
MSTAVTITAPSVKHILLDSLVVMKIVKHVDSELHAGISEVSGDACAGVLTGLVFLEDSRLEITNCFPTVRNEPVMDDDAN
AAQQYEEQKQHEMLDMLRKFRTMNIDYEIVGFYQSHQFGAGFSHDLVESMFDYQAMGPENVVLIYDPIKTRQGQLSLRAW
RLSTAALDLASKNDWRPELVKAAGLTYQNMFEELPIIIKSSYLNNVLMSELSLAKSCSSDKYSTRHFDLGSKKSLEKSVR
AMMANVDELNKSIQSLTKYTIDKQRHDNMVFSLTQKRQQENESRVARGDPTIPMDDIKRIKAPQLQTRNGLLDELLASFD
TNALADFSKTVTSENITKMFIAEAVAEEKVAGTKDRTLSSVSSTR                                   
>Cele_C50C3_6                                                                   
MANYGGHPQTEPHAIPDSILEEKSRKWKQLQGKRYSEKKKFGMSDTQKEEMPPEHVRKVIRDHGDMTSRKYRHDKRVYLG
ALKYMPHAVLKLLENMPMPWEQIRDVKVLYHITGAITFVNDIPRVIEPVYMAQWGTMWIMMRREKRDRRHFKRMRFPPFD
DEEPPLDYADNILDVEPLEPIQMELDPEEDGAVAEWFYDHKPLATTRFVNGPTYRKWAFSIPQMSTLYRLANQLLTDLVD
DNYFYLFDMKSFFTAKALNVAIPGGPKFEPLVKDLHTDEDWNEFNDINKVIIRAPIRTEYRIAFPFMYNNLISSLPVQVS
WYHTPSVVFIKTEDPDLPAFYYDPLINPIVLSNLKATEENLPEGEEEDEWELPEDVRPIFEDVPLYTDNTANGLALLWAP
RPFNLRSGRTRRAVDVPLVKSWYREHCPAGMPVKVRVSYQKLLKVFVLNALKHRPPKPQKRRYLFRSFKATKFFQTTTLD
WVEAGLQVLRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLVVDAHVQYRLNN
VDAYQLADGLQYIFAHVGQLTGMYRYKYKLMRQVRMCKDLKHLIYYRFNTGPVGKGPGCGFWAPGWRVWLFFLRGITPLL
ERWLGNLLSRQFEGRHSKGVAKTVTKQRVESHFDLELRAAVMHDILDMMPDGIKQNKARVILQHLSEAWRCWKANIPWKV
PGLPTPVENMILRYVKAKADWWTNSAHYNRERVRRGATVDKTVCKKNLGRLTRLYLKSEQERQHNYLKDGPYISAEEAVA
IYTTTVHWLESRRFSPIPFPPLSYKHDTKLLILALERLKESYSVKNRLNQSQREELALIEQAYDNPHEALSRIKRHMLTQ
RAFKEVGIEFMDLYTHLIPVYDIEPLEKVTDAYLDQYLWYEADKRRLFPAWVKPGDTEPPPLLTYKWCQGLNNLQDVWET
SEGECNVIMETKLEKIAEKMDLTLLNRLLRLIVDHNIADYMTSKNNVLINYKDMNHTNSFGIIRGLQFASFIVQFYGLVL
DLLVLGLRRASEIAGPPQCPNEFLQFQDVATEIGHPIRLYCRYIDRVWIMFRFSADEARDLIQRYLTEHPDPNNENIVGY
NNKKCWPRDARMRLMKHDVNLGRAVFWDIKNRLPRSITTVEWENSFVSVYSKDNPNMLFDMSGFECRILPKCRTANEEFV
HRDGVWNLQNEVTKERTAQCFLKVDEESLSKFHNRIRQILMSSGSTTFTKIVNKWNTALIGLMTYFREAVVNTQELLDLL
VKCENKIQTRIKIGLNSKMPSRFPPVVFYTPKEIGGLGMLSMGHVLIPQSDLRWMQQTEAGGVTHFRSGMSHDEDQLIPN
LYRYIQPWEAEFVDSVRVWAEYALKRQEANAQNRRLTLEDLDDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTEFKAYQI
LKQNPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFRGTYFPTWEGLFWERASGFEESMKFKKLTNAQRSGLN
QIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVFDQELDALEIQ
TVQKETIHPRKSYKMNSSCADVLLFAQYKWNVSRPSLMADSKDVMDNTTTQKYWLDVQLRWGDYDSHDVERYARAKFLDY
TTDNMSIYPSPTGVLIAIDLAYNLYSAYGNWFPGMKPLIRQAMAKIIKANPAFYVLRERIRKGLQLYSSEPTEPYLTSQN
YGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLSQLAKWKTAEEVAA
LIRSLPVEEQPRQIIVTRKAMLDPLEVHLLDFPNIVIKGSELMLPFQAIMKVEKFGDLILKATEPQMVLFNLYDDWLKTI
SSYTAFSRVVLIMRGMHINPDKTKVILKPDKTTITEPHHIWPTLSDDDWIKVELALKDMILADYGKKNNVNVASLTQSEV
RDIILGMEISAPSQQRQQIADIEKQTKEQSQVTATTTRTVNKHGDEIITATTSNYETASFASRTEWRVRAISSTNLHLRT
QHIYVNSDDVKDTGYTYILPKNILKKFITISDLRTQIAGFMYGVSPPDNPQVKEIRCIVLVPQTGSHQQVNLPTQLPDHE
LLRDFEPLGWMHTQPNELPQLSPQDVTTHAKLLTDNISWDGEKTVMITCSFTPGSVSLTAYKLTPSGYEWGKANTDKGNN
PKGYMPTHYEKVQMLLSDRFLGYFMVPSNGVWNYNFQGQRWSPAMKFDVCLSNPKEYYHEDHRPVHFHNFKAFDDPLGTG
SADREDAFA                                                                       
>Cele_D2013_7_1                                                                 
MASNLTVNVHPGVYMNVVDTHMRRTKSSAKNTGQEKCMGTLMGYYEKGSIQVTNCFAIPFNESNDDLEIDDQFNQQMISA
LKKTSPNEQPVGWFLTTSDITSSCLIYHDYYVRVITEASARRESPPIVVLTIDTTFSGDMSKRMPVRAYLRSKAGIPGAA
GPHCAIFNPLRVELAAFPGELVAMQLIEKALDSRRREATLESGLEQLETSTAQMIEWLERMLHYVEDVNKNGEKPGDAQI
GRQLMDIVTASSNNMQPEKLDTLVKNTLRDYVMVSYLAKLTQTQLQVHERLVSA                          
>Cele_F37A4_5_1                                                                 
MDRLIRSLLMNQNKQATDKLDHPDTSETVNISSLALLKMLRHARSGIPLEVMGLMLGDFVDDYTINVTDVFAMPQSGTSV
TVESVDPVYQTKHMDLLKLVGRTENVVGWYHSHPGFGCWLSSVDVNTQQSFEALHPRAVAVVVDPIQSVKGKVMLDAFRS



VNPLNLQIRPLAPTAEPRQTTSNLGHLTKPSLISVVHGLGTKYYSLNVAYRMGSNEQKMLMCLNKKSWYDQLNMSTYSEL
EKKQEEKFKSINKLIAVFNKDIDEVKEKPIADKKGKTQEEVKKFGKINAKQQLQMITSSLLNDSLCHQLTAMINAKSMT 
>Cele_K07D4_3_1                                                                 
MERFLRLGGLGGNLGTFGANPQDSNQVDTSETVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVNVIDVFAMPQS
GTGVSVEAVDPVFQAKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALSDRAVAVVVDPIQSVKGKVVID
AFRTINPQSMALNQEPRQTTSNLGHLQKPSIQALIHGLNRHYYSIPIAYRTHDLEQKMLLNLNKLSWMDAVSVENYSKCG
EQNKEHLKAMLKLAKNYKKALEDEKNMTDQELAIKNVGKMDPKRHIADEVSKMLNDNIVQSLAGMMATTSLQ        
>Cele_R12E2_3_1                                                                 
MAPTNKDGDVATVKAVDVLKQKAGAHHCLGNVHANLPVNKVTVHPLVLLSVVDHFNRVSKTQSVKRVVGVLLGSMKKDKT
LDIGNSFAVPFDEDDKDKSTWFLDMDYLESMYGMFYKVAAKEKIVGWYHTGPKLHKNDIAINEQLKRFCPNPVLVIIDAE
PKNIGLPTEAYIEVQEVHDDGTPPIKTFEHVPSDIGAEEAEEVGVEHLLRDIKDQTAGTLSQRITDQLMGLRGLQSQLES
IEKYLHDIVRGTLPVNHHVIYYVQEVLNLLPDVTHPDYIVSQNVQTNDQLMCVYMGSLVRSVVALHNLIDNKISLQKAEK
EQETGEAEKKKDEKDKKDKKDEKKDEKKEKDSKSSTPNTPKK                                      
>Cele_Y67H2A_6b                                                                 
MALNAPSGSCSSKVLLHPLVIMQMSEHYSRTKVQQGPTVKKVFGAILGRQNGRQVEAINSFVLKMETEEMAEPVTFSTEH
LLQRADQYLEVFPELQVIGLYCAGEDDNLTPEEKPLLSKLTNAVRNSEKAGQIDATLFLKLNSITAGTTRKLPLFAFEAD
VTDQEKHKPIEWILVSEESERVGVNHIAKLSTKHGKDGKSVGKKHAEAQDAAMSMLQNRVDLIVAYLEKVQDGTLQPNFE
ILKEANLLAQKLKTIDRYAAEFTDSFEKEEKTMTVFSLMPRLTTLLGNMQNVWNKLSAQRADLLADDGFHGKSTSRWAHP
VRFKSQHLGRPQQADECLFQDDDYFDDEDLENDMSGPRRKIHAADSPAGSRRRRVPPRAMNFLGRNSGMQAATDEMELSG
QEENMGSNYIPDVPRPSATAHNESDESSQAS                                                 
>Ctel_163068                                                                    
MATNMEVDSEKRSVMANSATATGSVSISLHPLVIMNISEHWTRVRAQEGKPTQVLGALIGKQQGRNIEVMNSFELLFSHI
EGAIIIDREYYDTKEDQFKQVFSDLEFLGWYTTTGVPSEEDILIHKQICQINESPILLKLNPSAKTTDLPINIYESVIDL
INGVATMLFVELTYTLATEEAERIGVDHVARVSTADTSESSTVAEHLVAQHNAIKMLHRRVLLVLRYIQAVEAGTLPRDH
EILREAYSLCHRLPVLNTSRFKEEFYMQCNDVSLMTYLGILTKGCNDINQFVNKFNVLNDRQGMGRRMRSLFF*      
>Ctel_151544                                                                    
MPAVPNAPQPLSEEKLQDKARKWQQLQTKRYAEKRKFGFVDAQKEDMPPEHVRKIIRDHGDMTSRKYRHDKRVYLGALKY
MPHAVLKLMENMPMPWEQIRDVQALYHITGAITFCNQIPWVVEPVFIAQWGSMWITMRREKRDRRHFKRMRFPPFDDEEP
PLDYADNILDVEPLEAIQMDLDEDEDKPVFDWFYDYKPLTDTPHVNGSTYRRWHLTLPQLSTLYRLANQLLTDLVDQNYF
YLFDLKSFFTAKALNLAIPGGPKFEPLVKDKELQDEDWNEFNDINKIIIRQPIRTEYRIAFPYLYNNIPFQVHLSWYHST
NVVYIKTEDPDLPAFYFDPLINPISHRHAAVKGTDILPDDDDEFELPDYVEPFVKDTPLYTDNTANGIALLWAPRPFNLR
SGRCRRAVDVPLVKSWYREHCPSAMPVKVRVSYQKLLKCYVLNALKHRPPKAQKKRQVCNFFFFFFSRCYSYFLFFRYLF
RSFKATKFFQSTQLDWVETGLQVCRQGYNMLNLLIHRKNLNYLHLDFNFNLKPVKTLTTKERKKSRFGNAFHLCREILRL
TKLVIDSHVQYRLGNVDAFQLADGLQYVFAHVGQLTGMYRYKYKLMRQIRMCKDLKHIIYYRFNTGPVGKGPGCGFWAPG
WRVWLFFMRGVTPLLERWLGNLLSRQFEGRHSKGVAKTVTKQRVESHYDLELRAAVMHDILDMMPEGIKQNKARTILQHL
SEAWRCWKANIPWKVPGLPTPIENMILRYVKAKADWWTNTAHYNRERIRRGATVDKTVCKKNLGRLTRLYLKAEQERQHN
YLKDGPYITAEEAVAIYTTTVHWLESRRFSPVPFPPLSYKHDTKLLILALERLKEAYSVKSRLNQSQREELGLIEQAYDN
PHEALSRIKRHLLTQRAFKEVSIEFMDLYSHLVPVYDVEPLEKITDAYLDQYLWYEADKRRLFPHWIKPADSEPPPLLVY
KWCQGINNLSDVWDTSEGECNVMLESSFEKLYEKIDLTLLNRLLRLIVDHNIADYMTAKNNVVINYKDMNHTNSYGIIRG
LQFASFVVQYYGLVMDLLVLGLQRGSEMAGPPQMPNDFLTFQDVSTESNHPIRLYSRYVDRVHIFFRFSAEDARDLIQRY
LTEHPDPNNENIVGYNNKKCWPRDARMRLMKHDVNLGRAVFWEVKNRLPRSVTTVQWENSFVSVYSKDNPNLLFNMCGFE
CRILPKIRTTHEEFTHKDGVWNLQNEVTKERTAQCFLRVDDDSMSKFHNRVRQILMASGSTTFTKIVNKWNTALIGLMTY
FREAVVNTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLRWSKQTDMGITHF
RSGMSHDDDQLIPNLYRYIMPWESEFIDSQRVWAEYALKRQEANAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYD
KGWRVRTDFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESM
KYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKVHESVVMDL
CQVFDQELDALGIETVQKETIHPRKSYKMNSSCADMLLFAAYKWNVSRPSLLADSKDTMDNTTTQKYWLDIQLRWGDYDS
HDVERYARAKFLDYTTDNMSIYPSPTGLLMAIDLAYNLHSAFGNWFPGCKPLIQQAMAKIMKANPALYVLRERIRKALQL
YSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRL
GQLAKWKTAEEVAALIRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKVEKFGDLILKATEPQ
MVLFNLYDDWLKTISSYTAFSRLILILRALHVNNDRTKMILKPDKTTITEAHHIWPTLSDDEWIKTEVQLKDLILADYGK
KNNVNVASLTQSEIRDIILGMEISAPSAQRQQIAEIEKQTKEQSQLTATTTRTTNKHGDEIITSTTSNYETATFSSKTEW
RVRAISATNLHLRTNHIYVSSDDIKETGYTYILPKNVLKKFITISDLRAQIAGYLYGVSPPDNPQVKEIRCIVMPPQWGT
HQTVHLPIPLPSHEYLEEMEPLGWIHTQPNELPQLSPQDITTHAKVMGEHPTWDGEKTIVITCSFTPGSCSLTAYKLTPS
GFEWGRQNKDSGNNPKGYLPSHYEKVQMLLSDRFLGFFMTPQQTSWNYNFMGVRHDPNKKYELTLANPKEFYHENHRPSH
FLNFSSLEDTEVVGVTGADREDLFA*                                                      
>Ctel_227777                                                                    
MELDSEAIDVENVEEYHNIKEHSNALYKQRDDVLQGLCLPDELPSHSSDLSPEYYQHPWKIDDETDINLDHCADEKDRKA
IEQMLFEERVHVMGGRRTADRKLKATTSKKSVWSDEEKAMFNSAFDVFGRRWTKISHLINSKSVDEVKSYGRKHLKMVDP
SSASKPRTPTKKGNCSLVQTAEVVKIQHDSDSAASEIDILDVSDEEDLSKPESKVNAAVENSPVKVHADLSNGNTVEEEE
AVNVGDVDDLRITEEDTQIHPPNVLEREDEFPLTNYKGEIVYLPNPTKELMLEKEVVSQSEKEFHFDFFDGSGRSRNPQR
YLKIRNFILESWEKCRPNYLYKTGLRVGLKNCGDVNLIGRIHSYLEQVGAINFSCERAQYRLQRKQAAANSKAFPTKSSP



VHTSGSRKRRVRDESGEWVEPQELEGRTIPFKEDSIKKYKVTSKRPTDPFTLVKCQQFDCGDDPVQSPYSVTVETVSIVT
MTVHAHLSHMEVIGLLGGRLTDELQIKMAVPCDSLSTSMQCDMDPVSQATACEAIRSAGYDVVGWYHSHPVFEPNPSVRD
LETQQKYQEWFAKEGSPFVGLIVSPWLGTARISDIRCLLVKTSSDLSPDKEGNQSLLPFSFVWTPSHHLWNMSELEQQLT
QLAQKYSQFQHKVPLTSSQEGMGTQGCLEKLLSSLSLFLPDSFLPQESIDFEQRISQILLQHYGDISKLE*         
>Ctel_161622                                                                    
MATFPTRDQNVQYVQIDGLVVLKIIKHCQDEGSGGTDLVQGVLLGLVENNRLEVTNCFPFPHTGEEEGDFNEMDYQMEMM
RSLRHVNVDHLHVGWYQSTFYGSFINKALLDSQFNYQYSIEESIVLIYDPHRTQKGHLAIKAFRLTPEMMKLYLEGDFSP
DSLKKSSMSFESLFEEVPVVIKNSHLVNSLLCEMEETESSYNFLDLATGTHLEKNVSLLIESVDELTQDANKYFGFQRTQ
ARQNQAKQQYLAKRQQENKLRAERGDAPLPDEDITKMFKPLQPPSRLECLLLSSQVSSYVGQINEFATQSFGKLFMADSL
QTGPNSSSS*                                                                      
>Ctel_179690                                                                    
MERLLRLGQGGMPGYGQGAPAGDAPVVDTAEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQS
GTGVSVEAVDPVFQAKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALSERAVAVVVDPIQSVKGKVVID
AFRLINPNMMVLGQEPRQTTSNLGHLNKPSIQALIHGLNRHYYSIAINYRKNELEQKMLLNLHKTSWMGGITLQDYDTHC
KTNQDTVKEMLELAKNYNKALEEEEKMTPEQLAIKNVGKQDPKRHLEEHVDVLMSSNIVQCLGAMLHTVAFK*       
>Ctel_20376                                                                     
MFEEITDPSARVRALCDYGCRVDVDPTIPPKRYFRSGLEMLRMATVYLEEGNLESAFVLYSKFVSLFVEKLPKHPDYKAS
TKAERDVNKKKVQMVFPKAEAIKKKLIAIYSEQEKIRQKQELEQAAVLASKREQMKAEEEERKREEEMRRQDEERRKIEK
EQEMLQEQETELQRLKDREQARVYEQMADADRRMQEEAAAAVAALSIASQIPPHNASPSGPSMPSRELKPPFANAVPVLP
PSVDRSSKPSDHFTSSGALTGNKHGLRGVSIPGEIVVKFLNIALPNTSRNIETCGILCGRMRQNAFLISHLIIPQQTGTP
DSCTTSKEEAVFDYQDNHDLITLGWIHTHPSQTAFLSSVDLHTHCSYQLMLPEAVAIVCAPQYQETGYFHLTDAGLDVVS
KCRQSGFHPHQKEPPLFDTCPHVELSQSASITIVDLRN*                                         
>Ctel_177448                                                                    
MATSIVCRVHPVVYFSIVDAFERRNEDCRRVIGTLLGTHDKGAVEVSNCFTVPHNESKDEVAVDLEFARNMYELHKKVNP
AEVIVGWYSTGSDITEHSVLIHEYYNRECKNPVHLLVDTYLKGGQMSMKAFISSPMGIPGKTMGTLFTPIGVESAFYEAE
KVGVELIQMAKHNPKRTVSMVTELQQVSAMCARLNDMLATVKQYVDDIIEGRVTANNLIGRSLMEMVNSVPKIEPEKFEE
MLNSNMKDLLMVVYLSNLTKTQLMLNEKLNLLENPTKSNSKPNY*                                   
>Ctel_226208                                                                    
MYGMFKKVNAREKVVGWYHTGPKLHQNDVAINELVRKYCPNSILVIIDAKPKDLGLPTEAYIAVEEVHDDGTPTSKTFDH
VPSEIGAEEAEEVGVEHLLRDIKDTTVGTLSQRITNQLMGLKGLHSKLKEIHSYLDQVSTGKLPINHQIIYQLQDVFNLL
PDVHLNEFVKSLYVKTNDQMLVVYVAALIRSVIALHNLINNKIQNRDAEKNEGKEKEKKKEKMEEKEKEEKEKSKAAKKE
EEIKKEKE*                                                                       
>Ctel_208045                                                                    
MAVSRVHLSADAHLVILEHALSNEKEEIMGLLIGELLLYSQHSFIDNLKICVISAVMVLRRSDKQPDRVEISPEQLSDAS
SHAERLAEELQRPMRVVGWYHSHPHITVWPSHVDVQTQAMYQMLDEGFIGLIFSVFNQDKEQINRMQLTCFQSINQSPEG
EAPQHMRIEIPLYVTPCEGLSQPNVQSLAQLPQILSQEEEEAYEKTRLSPDLDVITQIHNGSVFVKRTGRIIQVMTGPLL
QTLENRLKNNEGKVRDLAKQKAELLQELASVEGAT*                                            
>Ctel_163387                                                                    
MVMHARSGGNLEVMGLLLGKVDGNTMLVMDSFALPVEGTETRVNAQAQAYEYMAAYTESANQVGRLENAIGWYHSHPGYG
CWLSGIDVSTQMLNQQFQEPFVAIVIDPVRTISAGKVNIGAFRTYPKGYKPPDEGPSEYQSIPLNKIEDFGVHCKQYYSL
EVSYFKSSFDRRLLESLWNKYWVNTLSSSSLLTNADYTTGQVFDLADKLEQSEAQLGRGGFILGMDPHEKKSEDKLAKAT
KDGCKNTIEAIHGLMSQVIKDKLFNQVHLPAVTSK*                                            
>Ctel_110378                                                                    
MKPFEQRAHHAITGRGVTLAMLMADGFIQPGNDTMSIDYLGQNFRADLLDGGRIRENGKVFGTPSAWAIHCKNIVNPGKK
SGCGWASVKYKGKKLDAYKLSWLSKHRPLAIAAVSLTVSNYSYFPYINQCYDIFLEDIKPEIKLRPLQPLRPSVRHSTLG
KKSSHHDPKTLVECVPFVALAKIQPFTISVSPFCLLVMDVQCHLSSTEVVGYLGGEWDHNRQHLSIQRAYPCLCRQKDPS
TANEVEETIRYQMSQHGVQLAGWYHSHPKMQPDPSLNDIESQMDYQLQLRGSNNTYHPCVGFIVSPFEPWSSSPVSRIRS
YWVMPPPENRPTDYGTPMFMEFNESQDSLQMENLLSELKKIVEFYRSDSDLMPLTDIWYGHITIAEKLRASVNFCFIFQL
LNVQSSRLGFA*                                                                    
>Lgig_110402                                                                    
LRQVIIPSNIFSQFLLKAESNTKKNTETLGILFGKLSKNSFTISDVFIPKQHGTPDSCDMENEMDLIDFQDKCNLITLGW
IHTHPSQTAFLSSVDMHTHFPYQKMMPESVAVVCSPKYKESGVFRLTKNGLNEIGSCTQKGFHYHQKEPPLFEVGVTRIF
TKIDINEIERYLFAP*                                                                
>Lgig_126355                                                                    
MSAKPGKNKRNKGVWTDEEKAMFLKGLEIFGRSWVKISELIPSRTSLQVKNYAQQHFKNLVNVMFETELHNNLLSSMLIQ
NTISNSKECEPDTSKQMPTTILTEHNYQSHSMEDKRPTDLDFVSGEQTSNSDSEELDIDIENDDVENPVLLTRSTSPTSV
YEKLLKSAKVNLRDSESDSEQSDKDEEEPQSINLPVRSSLQANEFSGKILPKDETEISHKNQDDVSKYVIDNDTVNGVTS
SSGELVEFPIPTAPITLNFDEISEEEQTIHSEFFDGRIAKTPDRYLKIRNHIIETWYKCRPVYLNKTAVRRGLKNCGDVN
CIGRIHSYLECIGVINFGCELALYNNLNKTQIVNIKSESPVYNVQHNNIDKQDLRCRKRRIRDGMGEWIDIKDSEGKTIE
HKDFSEEDLKPKVIKVFKTSYDPFKLIPCQKFTEDKKAPFNVEVNNSPLIVMDVHAHISKTEVIGMLGGRYDTDCGKLEI
LVAVPCTSLSTGMQCEMDPVSQTQASEEISNKGLKVVGWYHSHPTFSPNPSIRDIETQIKFQDWFSKLGGNHFVGIIVSP
YNRNNQGYLSEVNCLTISQDICPQLHCNIPYEFDYKVVYSIWNKDIVKSIRLLAEDYLTSYNHIKLSVLYKQSTGITCLQ



KVNLYVRIC*                                                                      
>Lgig_140609                                                                    
MGDKDDEAGGASSDEDTLTSHEKRWYALNKSRGVTLLMLMSDGMIQPGKRVLSIDYLGRQFSADLLETGKIKTHDNIFNT
PSAWARHCKRIVKPDKKSGCGWASVKYKGTKLDTWKSIWCGKQRNDTPNGYDNKHSTPQGFDNKLIESPLSTSSPLSMYN
GTPKKPLSNYFADDIQEEGMFRYYRPISFCLLGPALSIDPNTLVICESFSKYNHQQPFTVSMTTNAMLLMDFHSHLTHSE
IVGYLGGKWDATSQHMSIRQIYPCRCRLGDKDRAPIIEEEIKRHMSQSGLGLVGWYHSHPHSPADPSLKDIGCQMMYQLK
MKGSGHNYHPCIGFIVSPYDKTRYKEACQIQGYWVMPPLENRPSDYGIPMNMKYNVYQNESLTEELLTEMKKLVQFYQGS
EDLVKYRDEWRPSVTYLQKIKVCPFTQRDFDKKN*                                             
>Lgig_177712                                                                    
MAINSVRLVADAYLVCITHALSTEREEVMGLLIGEVDEKQVSHISAVIMLRRSDKRPDRVEISPEQLSDASTKAEMLAKE
LDRPMRVLGWYHSHPHITVWPSHVDVQTQAMYQMLDDCFIGLIFSVFNEDKNSKQNRVQLTCFQSMNYGGQYERVEVPVH
IVPSSGIGSPALDSLVELPRILSMEEEEAYNQTTREKDLDLITKIQNASVYTKCLCHIMEVMSGPLIQSLENRLKMNQLK
MEQLLQQREDLKQRLKSVKNS*                                                          
>Lgig_181127                                                                    
MATRKQRAPVQYVQIDALVVLKLIKHCQEEGAGGTDLVQGVLLGLVVENRLEITNCFPFPRHSEEQEDFNEVQYQMEMMR
NLRHVNIDHLHVGWYQSTLFGSFINRPLIDSQFNYQDSIEESVVLIYDPLKTTQGFLSVKAYRLTPAMMKFHSENDFSTE
NITKHGMTFDKMFEEIPVVTKNSHLGNSLLCNLEEEEQEADKYNFLDLATSSMLQKNLRQLMECVDATTMDINKYINCQR
QIMRQQQAKQQHIQKRQQDNALRTQRGEPPLPEEDLNKLFKPIPSPPRLECLLFSGQIDNYCQQISSFATQSLGKLFMAE
SLQNEGPST*                                                                      
>Lgig_191571                                                                    
MPVTDPSKIQKVVVHPLVLLSVVDHFNRMGKVGNMKRVVGCLLGSNRAGILDVSNSFAVPFDEDERDKKVWFLDHDYLEC
MYGMFKKVNAKEKIVGWYHTGPKLHPNDITINEMMRRYCPNSILVVIDAKPKDLGLPTEAYIAVEEVHDDGTPTSKTFEH
VPSDIGAEEAEEVGVEHLLRDIKDTTVGTLSQRITNQLMGLKGLHGHIKDISSYLNKISTGQLPINHQIIYHLQDVFNLL
PDVNLQDFVKAMYVKTNDQMLVVYIASLIRSIIALHNLINNKIQNRDAEKNEFKDPKKDKKDDKDKKDEKKDGKDDKTKD
EKTKDEKKETSTKKK*                                                                
>Lgig_195467                                                                    
MDRILRLGGAGGMPGLGQGAPAADAPVVDTAEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQ
SGTGVSVEAVDPVFQAKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALSERAVAVVVDPIQSVKGKVVI
DAFRLINPNMMVLGQEPRQTTSNLGHLHKPSIQALIHGLNRHYYSIAINYRKNELEQKMLLNLNKKSWVDGLLLQDYNTH
CSLNEKVVGEMLDLAKNYHKALEEEETMTPEQLAIKNVGKQDPKRHLEEHVDVLMTTNIVQCLGSMLHTVVFK*      
>Lgig_200059                                                                    
MSSNLVCRIHPVVLFTVIDSFERRNEDARRVVGSLLGYYDKGAVEITNCFAVPHNESEQEVALDIEYAREMFELYKKVNS
SEVIVGWYSTGSEVSGHSVLIHEYYSRECKTPIHLTVDTSLKNGKMGTKAYVSTPIGVPTKTTGTMFTPVPVEYISYEPE
KVGVNHLQEGKVNTKRTVSMESDLAHVETACHRLQEMLSTVINYVDDVLAGKAKTDNTIGRFLMNLVNEVPQIDIEEFDT
MLNSNMKDLLMVVYLANFVRTQMAIHEKINILHI*                                             
>Lgig_217351                                                                    
MVPQIPVVSQAQQTSQQPPPQNIQQKQPEYLNEEKLQEKARKWQQLQSKRYAEKRKFGFIDAQKEDMPPEHVRKIVRDHG
DMTNRKFRHDKRVYLGALKYMPHAVMKLMENMPMPWEQIRDCKVLYHITGAITFVNEIPWVIEPVYIAQWGTMWIIMRRE
KRDRRHFKRMRFPPFDDEEPPLDYADNVLDVEPLEAIQLELDTDEDKDILDWFYDHKPLSDSKYVNGSTYRRWNLSLPIL
SVLYRLANQLLTDLVDENFFYLFDLKSFFTAKALNLAIPGGPKFEPLVKDRDWQDEDWNEFNDINKIIIRQPVRTEYRIA
FPYLYNNMPYKVHLSWYHTPNVVFIKTEDPDLPAFYFDPLINPISHRNVVKVSTRVLDMGMDPLPEDDEEFELPEYVVPF
LQETPLYTDNTANGIGLIWAPRPFNLRSGRCRRAIDVPLVKNWYREHCPAGMPVKVRVSYQKLLKYFVINALKHKPPKAQ
KKRYLFRSFKATKFFQTTQLDWVEVGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLC
REILRLTKLVIDGHVQYRLGNVDAYQLADGLQYVFAHVGQLTGMYRYKYKLMRQIRMCKDIKHLIYYRFNTGPVGKGPGC
GIWAPGWRVWLFFMRGITPLLERWLGNLLSRQFEGRHSKGVAKTVTKQRVESHYDLELRAAVMHDILDMMPEGIKQNKAR
TILQHLSESWRCWKANIPWKVPGLPTPIENMILRYVKAKADWWTNTAHYNRERIRRGATVDKTVCKKNLGRLTRLYLKSE
QERQHNYLKDGPYITAEEAVAIYTTMVHWLESRRFSPIPFPPLSYKHDTKLLILALERLKEAYSVKSRLNQSQREELGLI
EQAYDNPHEALSRIKRHLLTQRAFKEAGIEFMDLYSHLIPVYDVEPLEKITDAYLDQYLWYEADKRRLFPSWIKPSDSEP
PPLLTYKWCQGINNLQDVWDTSEGECNVMLESRYEKMYEKIDLTLLNRLLRLIVDHNIADYMTAKNNVVINYKDMNHTNS
YGIIRGLQFASFIVQFYGLVLDLLVLGLHRGSEMAGPPQMPNEFLTFQDVATETSHPIRLYSRYIDKIHIFFRFSAEEAR
DLIQRYLTEHPDPNNENIVGYNNKKCWPRDSRMRLMKHDVNLGRAVFWDIKNRLPRSVTTVQWESSFVSVYSKDNPNLLF
NMCGFECRILPKLRTTHEEFTHKDGVWNLQNEVTKERTAQCFLRVDDDSMGKFHNRVRQILMASGSTTFTKIVNKWNTAL
IGLMTYFREAVVNTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLRWSKQTD
VGITHFRSGMSHDEDQLIPNLYRYIMPWESEFIDSQRVWAEYALKRQEANAQNRRLTLEDLEDSWDRGIPRINTLFQKDR
HTLAYDKGWRVRTDFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKAS
GFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHE
SVVMDLCQVFDQELDALEIETVQKETIHPRKSYKMNSSCADILLFAAYKWNVSKSSLLADSKDVMDGATTQKYWIDVQLR
WGDYDSHDIERYARAKFLDYTTDNMSIYPSPTGLLIALDLAYSLHSAYGNWFPGSKPLIQSGMAKIMKANPALYVLRERI
RKGLQLYSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVW
AGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKVEKFGDLIL
KATEPQMVLFNLYDDWLKTISSYTAFSRLILILRALHVNNDRTKIILKPDKTTITEAHHIWPTLSDEEWMKLEVQLKDLI
LADYGKKNNVNIASLTQSEIRDIILGMEISAPSAQRQQIAEIEKQTKEQSQLTATTTRTVNKHGDEIITSTTSNYETSTF



SSKTEWRVRAISATNLHLRTNHIYVSSDDIKETGYTYILPKNILKKFIIISDLRAQIAGYLYGYSPPDNPQVKEIRCIVL
PPQWGTHQTVHLPNILPDHAYLKEMEPLGWLHTQPNELPQLSPQDISTHAKVMADNTAWDGEKTVIITCSFTPGSCSLTA
YKLTPTGFEWGRQNKDTGNNPKGYLPSHYERVQMLLSDRFLGFFMVPSTCSWNYNFMGVRHDPNMRYELQLANPKEFYHE
VHRPSHFLNFSTMEDSETIGADREDMYS*                                                   
>Lgig_224262                                                                    
MDSHNAQKSWELANNIETVNSIDDIYRYDRKQHQDILTAKPWEKDNHHFKHIKISALALLKMVMHARSGGNLEVMGLLLG
KVDGNTMIVMDGVALPVEGTETRVNAQAQAYEYMAAYTDAAKQVGRLENAIGWYHSHPGYGCWLSGIDVNTQMLNQQFQE
PFVAIVIDPVRTISAGKVNIGAFRTYPKGYKPPDEGPSEYQSIPLNKIEDFGVHCKQYYSLDISYFKSALDCKLLESLWN
KYWVNTLSSSSLLTNAEYTTHQIFDLADKLEQSEAQLGRGSFMVMGIDSQEKKSEDKLLKAKKDGCKTTIEAIHGLMSQV
IKDRLFNQVHLKP*                                                                  
>Lgig_236402                                                                    
MATKMEVDNPSTSNSVMASAGTSGSVSVALHPLVIMNISEHWTRVKAQEGKPTQVFGALIGKQKGRNIEVMNSFELVIDH
VDGAVMINMDYYNTKEEQFKQVFSEMDFLGWYTTGDAVNEADIKVHKQVCQINESPLFFKMNPLSRHSDSLPITIYESVI
DLVNGEATILFVELTYTLATEEAERIGVDHVARMSTSDTSDSSSVAQHLMAQHSSIKMLHSRVKLILEYIKAVEAGKLPK
NHDVLREAYSLSFRLPVINTSKFKEDFYNQCNDVGLMAYLGAMTKGCNTMNQFITKFNLLYDKQGMRRMRGLFF*     
>Nvec_XP_001637162                                                              
WSLDNCDDEKSRAAIEKMIMEEEYLLFNNMASCLSAVNLALLKKPTVVEESRPSHRKPWTKEEQDLFMEGLKLHGRSWTR
IATMIPTRTVLQVKNYANQYFRNKVSKQEDTRTSRPSTATTDSQEQSHCVGIGMSLIDSGACVRIENTSDDEEEEDPTDD
LSSQCPTGLSAMPISRADTQLNSIQSDQSKAQSLTITSATEINCADDHLTSTSCEQSDANHLALLSLSNDETLQCFDNEK
INENISLNVDSHESTNLLTEKVETSTQKRERDNFGHGNSGGLGLHVYVILDVEKAANKEFFMGRSLKTPARYLKIRNYIL
DMWDRCKPSYLFKTSVRSGLRNCGDVNSIGRVHSFLEDAELINVGCPERPRPKIRHTSETEPDKVESPAPIESWVNFLRP
RKRRIRHDEGNWVEDTDTEGFTIAHLNGNEGKEQHSYTTPRPAIATRKTKVPRTKSSYDPFKLVPYRNFPSSSAEPFHVA
LQSDALIVMDVHAHLSTTEVIGLLGGTYSRDNRVLQVLRATPCRSLSTSMQCEMDPVSQTQASEKLASKGMAVVGWYHSH
PTFAPNPSVRDIETQAKFQEWFAKGGAAFIGVIVSPYNYVNTSNQSQIKCLTVSQECTTAEQQRVPFQFDYE        
>Nvec_XP_001638344                                                              
MDRILRLGSGGIPGVGQAPPSDAPVVDTAEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQSG
TGVSVEAVDPVFQAKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALSERAVAVVVDPIQSVKGKVVIDA
FRLINPNMMVLGQEPRQTTSNLGHLQKPSIQAMIHGLNRHYYSISINYRKNELEQKMLLNLHKKTWMDGLTLHDYSDHCS
VNENKVKEMLDLVKNYKKALEDEETMTAEQLAIKNVGKQDPKRHLEENVDVLMTSNIVQCLSAMLNSVVF          
>Nvec_XP_001637839                                                              
MPGPDEAITTVVVHPIVLLSVVDHFNRMGKVGSQKRVVGVLLGSRRKGVLDVANCFAVPFDEDDRDQNVWFLDHDYLENM
YAMFKKVNARERIVGWYHTGPKLHRNDVVINELIRRYCSNSVLVIIDAKPKDLRLPTDAYVAVEEVHDDGTPTTKTFEHI
PSEIGAEEAEEVGVEHLLRDIKNLTAGTLSQRITNQLTSLKGLHARLGDIRDYLEKVATKKLPVNHTIIYELQDVFNLLP
NLDIEDFCKAVTVKTNDQMLVVYVASLIRSIIALHNLISNKVTNRDAEKDEASKKDEKSKEKEKEKEKEKDKDTKEKDSQ
GKSKDKDKASDASKK                                                                 
>Nvec_XP_001637034                                                              
MAAARECLPANEKIHKLAEHASHVDVDSNIPPKRYFRSGVELERMAKIYQDERNYESAFILYTKYITLFVEKLPQHPEYA
SVTKQDKALTMKKLPKIFAIAEELKRILTQRYEEEYKTWQEIKQKQERKRAEQQLVRELEERENSAPVTVTPSAPPPPLD
GPLSSTLIGDYPAPPTLRTINSNSTITGDNTRSHTTPNETFVVEPPSPSYASLFSVITDAPSVDRSTKPCDATSGTPTVH
GLRRVSVPSSLVSRFLEIASHNTRRNMETCGILTGSLQQNQFCITHLVIPKQTSTTDSCTTLSEEDMFEYQDSHNLITLG
WIHTHPTQTAFMSSVDLHTHCSYQLMMPEAIAIVCSPKYNETGVFTLTQNYGLQFVASCKKHGFHPHPKEPPLY      
>Nvec_XP_001636880                                                              
IDDEADDSEEERGTPTSQVRSRKPRSFLTGRGVTLAMLMEDGIMQPGEKLLSIDYLGQKFQADLLPDGKIKWPEANKVFN
SPSAWAIYCKKLVNPSKKSGCGWASVKYKGRKLDQYKSTWFRKQRAQTSDGVKQMSPSTSLTSPTRATAAASVPTSAEKA
SSSVKLAPALGPRPVGRPRLNPLPRGPSRPVGRPRLNDPHTLVELVNFTTTGRMQPFSIDISTNCLLLMDYHCHLTTSEV
TGYLAGRWDPQTHHMKILQAFPCRCRFQDKENAPKVEDELHQAIGKRGMHLVGWYHSHPSYQADPSVQDIKSQLRYQHAL
QQGLSGPQEPCLGLIISPYDTYKPTKESTFRAFWVQRTQEGTPDSLGIPMHMNFNVQQDQFLSQDLLNELRWTWSFYKGS
PDIINFNNMWYSNQTFLDKVKVS                                                         
>Nvec_XP_001636625                                                              
MDSAMAMKSWELANNIENVNGIDEIFKYDRQQQQEILQAKPWQKDPHYFKNIKISALALLKMVMHARSGGNLEVMGLMLG
KVDGDTMIVMDAFALPVEGTETRVNAQAAAYEYMAAYIESAKSVGRLENAIGWYHSHPGYGCWLSGIDVGTQMVNQQFQE
PFVAIVIDPTRTISAGKVNLGAFRTYPKGYKPPDEGPSEYQTIPLNKIEDFGVHCKQYYSLEVSYFKSSLDRKLLDMLWN
KYWVNTLSSSSLLTNADYTNHQIADLSEKLEQAESQVGRMGTFVAGMEERKDEGKLAKVTRDSSKSAIEAVHGLMSQVIK
NRLFNQVGLASLH                                                                   
>Nvec_XP_001633987                                                              
MPPEHVRKIIRDHGDMTSRKYRHDKRVYLGALKYMPHAVLKLLENMPMPWEQIRDVKVLYHITGAITFVNEIPWVVEPVY
MAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYADNILDVEPLEPIQIELDDEEDGPVCEWFYEHKALTDTPFVN
GTSYRRWHFSLPVMATLYRLGNQLLTDLVDDNYFYLFDLKAFFTAKALNVCIPGGPKFEPLVRDVSTQDEDWNEFNDINK
IIIRQPVRTEYRIAFPYLYNSLPYKVHLPWYHYPSVVYIKTEDPDLPAFYFDPLINPISHRHAVKSAEPLPLEDDAFELP
EEIQPFLQDRPLYTDNTANGIALLWGPRPFNIRSGRTRRALDIPLVKSWYREHCPSGHPVKVRVSYQKLLKCYVLNALKH
RPPKAQKKRYLFRSFKSTKFFQSTTLDWVEAGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFG
NAFHLCREILRLTKLIVDSHVQYRLGNVDAFQLADGLQYIFAHVGQLTGMYRYKYKLMRQIRMCKDLKHLIYYRFNTGAV



GKGPGCGFWAPGWRVWLFFLRGIVPLLERWLGNLLARQFEGRHSKGVAKTVTKQRVESHYDLELRAAVMHDILDMMPEGI
KQNKARTILQHLSEAWRCWKANIPWKVPGLPTPVENMILRYVKAKADWWTNTAHYNRERIRRGATVDKTVCKKNLGRLTR
LYLKAEQERQHNYLKDGPYISAEEAVAIYTTTVHWLESRRFSPIPFPPLSYKHDTKLLILALERLKEAYSVKSRLNQSQR
EELGLIEQAYDNPHEALSRIKRHLLTQRAFKEVGIEFMDLYSHLIPVYDVEPLEKITDAYLDQYLWYEADKRRLFPPWIK
PADTEPPPLLVYKWCQGINNLQDVWETAEGECNVMMESKFEKLYEKIDLTLLNRLLRLIVDHNIADYMTAKNNVVINYKD
MNHTNSYGIIRGLQFASFVVQYYGLVLDLLVLGLQRASEMAGPPQVPNDFLTFQDVETEGRHPIRLYSRYIDRIHIFFRF
SAEDARDLIQRYLTEHPDPNNENIVGYNNKKCWPRDARMRLMKHDVNLGRAVFWDIKNRLPRSISTLQWENSFVSVYSKD
NPNLLFNMCGFESRILPKCRTTFEEFTHRDGVWNLQNEVTKERTAQCFLRVDDESQSRFHNRVRQILMASGSTTFTKIVN
KWNTALIGLTTYFREAVVNTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLR
WSQQTDAGITHFRSGMSHDEDQLIPNLYRYIQPWESEFIDSQRVWAEYALKRQEANAQNRRLTLEDLEDSWDRGIPRINT
LFQKDRHTLAYDKGWRVRTDFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGL
FWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHL
WQKVHESVVMDLCQVFDQELDALEIETVQKETIHPRKSYKMNSSCADILLFAAYKWNIFKPSLLADTNDTMDGTVTQKYW
VDVQLRWGDYDSHDIERYARAKFLDYTTDNMSIYPSPTGLLVAIDLAYNLHSAFGNWFPGIKPLIQQAMAKIMKANPALY
VLRERIRKALQLYSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKI
IHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKVEK
LGDMILKATEPQMVLFNLYDDWLKTISSYTAFSRLILILRALHVNADRTKVILKPDKTIITEPHHIWPSLSDEEWVTVEV
QLKDLILADYGKKNNVNVASLTQSEIRDIILGMEISAPSQQRQQIAEIEKQTKEQSQLTATTTRTTNIHGDEIIVSTTSN
YETQTFSSKTEWRVRAISATNLHLRTNHIYVSSDDIKETGFTYILPKNVLKKFIVISDLRTQISGYLYGVSPPDNPQVKE
IRCIVMVPQWGTHQTVHLPNMLPQHDYLKEMEPLGWIHTQPNELPQLAPQDVTTHAKIMADNPSWDGEKTVIITCSFTPG
SCSLTAYKLTPSGYDWGRNNKDTGNNPRGYLPSHYERVQMLLSDRFLGFFMVPAQGSWNYNFMGVRHSANMRYELQLSNP
KDFYHEVHRPSHFLNFSTMEDSELIGADREDMFG                                              
>Nvec_XP_001631493                                                              
MAEGRSSKNSPSGQIDIVQVDGLTVLKIIKHCEEEGSSGDLVQGVLLGLIQDNRLEITNCFPFPSNKAGDDEDDDDVNYQ
MEVMRRLRAVNIDHLHVGWYQSTYLGSYINRTLLDSQYSYQKSIEESVVLIYDPLRTSQGMLTLKAFRLSDEMMKLYKDG
EFSADKLSKAGISFHSMFQEIPLVIKNSSLMNVLLCELDENTPTPSADQFLTLSTGSYLEKNVRVLMESVDELCQDSNKY
HNYQRSVIRQQQQKENYLQRRQQENQSRIQRGEDPLPDEDLSKMFKPLPVPSRLDNLLLSEQVNTYCQHVHQFSTQSFGK
FFLAQALQDKKE                                                                    
>Nvec_XP_001628410                                                              
MAARASKVLIHPVVLFSVVDAFERRNEDAKRVIGTLLGTVDKGVVEIRSCFGVPHNESADEVAVELEYAKSMYELSQKAN
PNEQIVGWYATGSDVTEHSLLIHEYYSRETNNPVHMTVDTTLKGLKMGIKTYQSVKMGVPGKTEGTMFSQIPCEVKLTGP
EKVGVDVLQRTKSTPKKAVSLISDMQHVTGATDRLLEMLETVITYVEEVLAGSVPADNVVGRDLTSFVNSVPKMTAEEFE
AMLNSNMQDLLMIVYLSSLCKTQLALGEKLNAIL                                              
>Nvec_XP_001627477                                                              
MEVGQGEEKPVIANSATTGSVSVALHPLVILNISEHYTRIRAQEGKPNPQVVGALLGTQDGRSMEIFNSFELQFDSFDDG
HIVINMEYYKTKEEQCKDIFRQVFKNLDFLGWYTTGSGAQGSDLGIHKQICEINESPIFLKLNPLARTNDLPISMYESVI
DLVNGETRMLFVEIPYTLATEEAERIGVDHVARLSSSGTVDGATVSDHLLAQYNAIKMLHARVKMIMEYVKAVKAGEAPC
NHEIMRDALSLCQRLPVMKTDIFKGDFYDQCNDVMLMCYLATVTKGCNSLNEFINKFNVVHDRHGMGRRMRGLLF     
>Nvec_XP_001627307                                                              
MAVSSVKLEGDALMVCLTHALSTEREEVMGLMIGEAEDGIAHVYSVIMLQRLDKRKDRVEISPEQLSDASTQAERLGLLT
PKKRPMRVVGWYHSHPHITVWPSHVDLATQAMYQVMDEGFVGVIFSCFNDEPNHTGSLTITCFQSVDVNKNNGPPQYKRA
EVDMEIIQCSSFSEANLQTLIGLPEILAKEEEEAFNKVKNSVDVITSVYNGTVFTKAICQLTEVICGPLMQALENRLELN
KRRAQLLEQEKDKLRKELMEPQAQEIL                                                     
>Adig_919v119063                                                                
MATTETRRARKVYVHPVVLFSIVDGFERRSEDAKRVIGTLLESVEKSSIEIRSSFGVSHNESQDEVAIELEYAKSMFELH
KKAHPNDEIIGCMFELHKKAHPNDEIVGWYATGSDVTEHSLLIHEYYSREASNPVHLTIDTTLKGSQMGIRAYQ      
>Adig_7193v104796                                                               
MPGPEEPITKVVVHPIVLLSVVDHFYRMGKVGNQKRVVGVLLGSRRKGVLDVANSFAVPFDEDDKDQTVWFLDHDYLENM
YGMFKKVNARERIVGWYHTGPKLHQNDVKVNELIRRYCANSVLVIIDAKPKDLGLPTDAYVAVEEVHDDGTPTTKTFEHI
ASEIGAEEAEEVGVEHLLRDIKNLTAGTLSQRITNQLLSLKGLNSRLQDIRDYLDKVATGRLPVNHTIVYQLQDVFNLLP
NLKLEEFVKSLSIKSNDQMLVVYVASLVRAVIALHNLINNKVANRDAERDEAGKKEEKSKEKDKDKEKDKDTKDKNAQDK
DKEAKKS*                                                                        
>Adig_10903v107693                                                              
MHFEAFISSQKQDVQQHLEFMQKLYIALDEPDGVAGVAASRKQQPTLHEQILDHKSSGKLCDASARYEKEIQEEPDEIGH
RKGLLQCLIDLGQVTTALVHVNGVVTKRPEWEKSLNAYRVEASWRLGQWDSLENYLKLERGVGGWDIGLGRILLAAKDKN
ESEFRRQLRIVRSQQMSFLSAASMESGSYQRGYEHIVRLHMLRELEEAVKRGFRIASDREDARIVADDWESRLHISQTSF
RTRQPILNLRRVVLKLLPNDFIRFVLRHYGQSLEFGNKYIYQSMPRLLTIWLDFGATVSDQGRQTKSSDKFGKRQKLADF
NEIVAELTNKLPPYQFLTAFSLLISRICHANLSVFQQLKEILAKLLMTYPQQAMWMMMAVSKSSFAMRKNRCHEIFENAV
SRDAKLRKFLEDSTKLTDRLLEVCNKEVPKGAPKDKLSISHDFSVLKRLVSDRIHRSLFVLQCLRKDPECRTRQLHIRTY
AVIPLNEECGLLEWVQNTHGLRNILTKIYKEKNMYVRGTEIKKLIDKAGNKLEDKIRVFVNEILPRYMSRLSYCRTSAVM
CMVGYILGLGDRHGENILFDATCGDCVHVDFNCLFKKGETFDCPERVPFRLTHNLVDAMGPLGYEGDFRRSCEVTLRLLR
NQCDSLLTVLRTFIYDPLVEWQRTKGRELVAETSKTGEVTNEEGVKILKDIEKRFKGFEGTNRIMIPLSIEGQVHYLINE



ATSVENLSRIMDRILRLGSGGIPGVTQAPPSDAPVVDTAEQVYISSLALLKVMCRAGVPMEVMGLMLGEFVDDYTVRVID
VFAMPQSGTGVSVEAVDPVFQAKMLDMLKQTGRRYQRLQNCHPRVMSLPLFSNFLFLISPWPYLCALIYIIVSFEALSER
AVAVVVDPIQSVKGKVVIDAFRLINPNMMVLGQESRQTTSNLGHLQKPSIQALIHGLNRHYYSISINYKKNELEQKMLLN
LHKKTWMDGLTLQDYDDHCAHNQKTVTSCFSACRKFAFNLSSRCEQKRK*                              
>Adig_16213v112609                                                              
MDLNLVKKLICIRDEEDCYVLQVAVSKIIGYVISDIHQFSQGSVLELWKICCYLLATGLLCIKKVSIDVVTGLLPWSGLP
GMPVLDEFVKCLCSLLELLVAIVEKLPGNGRERVISLESSLAKCLRVLSRCTDQGKEKSPQRAGIFMFSPRHVSHFLLTI
RRIMCSVGISAYQTTELKGALCQFIAHLYKCIPVTGGRSVPITQVYIIEDINGSLVDFIGNHYCQQFLVRSLYEAIMMER
ASAKLGIALKTSESEVCSNTAKCESGAISPKKRKSVTIWQSASKQEKSIAMSPVILKLVDKFQNLGKSILQKASESCPNL
EEFTCHLEGLRVTLEIMVHLCSHRLRNPNDLGDFKVSDLFTSIDLGELFNIFKASLQIMTGIMKDLPHTSAPKDSLNSLF
GKLIQISGTLYFVSDFIPIPPDFWQFLIFLASIPWLSICDPPWCDFPHKFGLPVDVMVRCGATLGAVISAEGKESCLHLL
ASFHSDAAPTWRTQVFLFVLKDPSNEIKMLAMKWLPLLLCCLGSFSFHLMTDVLPGLMSAGPLIQEGIANVLGPLACVLT
ENTVVTKLNCVPSFEESVCENISVLCPNCDSDGVIGKGAEEKNEPLAVVNAAMFTPFLQLLSPDVSFSVKSAFIKSMRRI
FTHMTFTPDSAAHSSIVMATCCDLIEDPDFHVRLCFSVSYNKVFSGLAMLASKDDTYKGPKDLQTSQHLATLHGYVLNNE
TVDPIIPRIISVLMSSCHKNDQESKILVAECLGELGAVDPGRLDKLTHDPVDEQTVFEGWLPTVEEISRAYSRSSSTPFV
FEVKSVKPSHMFLACSKVFKHDVKTALFLLPHVLLYVLLDGSDEDAEEDVLANASFHCKAYARALMHFEAFISSQKQDVQ
QHLEFMQKLYIALDEPDGVAGVAASRKQQPTLHEQILDHKSSGKLCDASARYEKEIQEEPDEIGHRKGLLQCLIDLGQVT
TALVHVNGVVTKRPEWEKSLNAYRVEASWRLGQWDSLENYLKLERGVGGWDIGLGRILLAAKDKNESEFRRQLKIVRSQQ
MSFLSAASMESGSYQRGYEHIVRLHMLRELEEAVKRGFRIASDCEDTRMVTGDWESRLHISQTSFRTRQPILNLRRVVLK
LLPNAGHVQTGDISLLSASDFSLPNLCIERAKWMASQYYDKLMVNCADGDEKSNKLSVDFIRFVLRHYGQSLEFGNKYIY
QSMPRLLTIWLDFGATVSDQGRQTKSSDKFGKRQKLVEFNEIVAELTNKLPPYQFLTAFSLLISRICHANLSVFQQLKEI
LAKLLMTYPQQAMWMMMAVSKSSFAMRKNRCHEIFESAVSRDAKLRKFLECLRKDPECRTRQLHIRTYAVIPLNEECGLL
EWVQNTHGLRNILTKIYKEKNMYVRGTEIKKLIDKAGNKLEDKIRVFVNEILPRYMSRLSYCRTSAVMCMVGYILGLGDR
HGENILFDATCGDCVHVDFNCLFKKGETFDCPERVPFRLTHNLVDAMGPLGYEGDFRRSCEVTLRLLRNQCDSLLTVLRT
FIYDPLVEWQRTKGRELVAETSKTGEVTNEEGVKILKDIEKRFKGFEGTNRIMIPLSIEGQVHYLINEATSVENLSRIMD
RILRLGSGGIPGVTQAPPSDAPVVDTAEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQSGTG
VSVEAVDPVFQAKMLDMLKQTG                                                          
>Adig_17285v101469                                                              
MEVQPSSSNVSDTVLASSGSSGSVSVALHPLVIMNISEHYTRIKAQYGKPDPQVIGALLGTQDGRKIEIFNSFELQFDTF
DDGQIVLNMEYYSTKEEQFHQVFKNLDFLGWYTTGSSPTENDIKVHKQMCEINESPLFLKLNPLAKTNDLPISLYESVID
IVDGATRMLFVETHYTLATEEAERIGVDHVARLSNTGTVDASTVSEHLLAQYNAIKMLHSRVKMILAYVKAVKDGEIPCN
HEIMRDALSLIQRLPVMKTDLFQEDFYNQCNDVMLMCYLSTITKGTNSLNEFINKFNVVYDRGMGRRMRGALF*      
>Adig_20370v116012                                                              
SELPSAANEENTVVQSTNSSCSVTNDTCHTSSVKACINERLDSKVSFEPGQTAFERTWTPATCSEVTCSEPIQLSDREQN
GASSANGIIPYKEIVIDRNTILAEEKKHNLEFFMGRTLKTPERYMKIRNHILDMWGKTKPCYLFKTAVRSGLKNCGDVNS
IGRVHAFLEDIGAINEGCLDRPIPRVRQQDEVADGKSSVQLESWVNSLRPRKKRARNTDDDWVNPSQPEGMTILHLSPDE
ATPLDLALFDKGSPSASRKRPSRSKPLYDPFLLVPCRKFPSPSAVPFDVVIQSETLVVMDTHAHMSTTEVIGLLGGTYSH
GARLLKVTKAVPCRSLSTGFQCEMDPVSQTQASEDLAHRGLSVVGWYHSHPTFSATPSVRDIETQAKFQEWFAKGGAPFI
GIIEKLEEFDGVSKGKYTIGLGQKNMGFCGDREDINSLSLTVLNKLMERNSLNPMDIGRLEVGTETLIDKSKSVKSVLMQ
LFEESGNSSIEGVDTTNACYGGTQALFNSLAWVESSAWDGRLAIVVTADIAVYAAGSARSTGGAGAIAMLIGPNAPLVME
RGMRSVHMEHAYDFYKPNMSSEYPIVDGKLSLQCYFRALDQCYHGYKEKGRTLYSNPHFNLDDVDYAIFHTPFSKIAQKS
FARLMFHDFLYSTKGSGSVEERYQALAEYRNLKLEETFQSEVKAKEIERASMKCSQKIFDRKVLPSLYLAREVGNMYTPS
LYGCLASLLFR*                                                                    
>Hmag_XP_002166055                                                              
MGLLDEQHSKTLLNSRDAIEKVVVHPLVLLSVVDHFNRMAKVGNQKRVVGVLLGSIRNKVLDIANSFAVPFDEDEKDQSV
WFLDHDYLELMASMFKKVNAKERIIGWYHTGPKLHSNDIRINELIRRFNTNS                            
>Hmag_XP_002154488                                                              
MDPSARLKILTNKANDFPFDIKIPVIRYARSLKELERMAIIYAQESQVENAFILYMKLITLSVEKLPKHPQFSALDTEQR
SIIKKRCALAITIAEDLKKEIKQLYEEEYRQWIEDKQDEVKSVSQKITYVASQDNNNLHSSESLSPDFFASKSSSHTPSQ
NQKPSSQSQELIPSQNQDDNKISLPSYSTISLDQPSVSVCSTTSHVYPTAPPFKDFVDDALLLDDFKNTQYKHSDTFQPN
VNRSTKPLSMINDLKNNYEETHSSLNGKRFIILPADLTDKFLLLAASNTKRNIETCGILCGRMVQSQFRVTHLIIPKQHG
TSDSCTTEKEEEMFDVQDKYDLITVGWIHTHPSQTCFLSSVDLHTQCSYQQLLPEAIAVVCSPKYNNFGVYRLTMHGLKL
ITNCTQNGFHPHNKDPPLFEESSGINIQDSYGITIVDLR                                         
>Hmag_XP_002157002                                                              
MLKKVKIESDVLHVCIAHALTNEREEIMGLLIGQVEDDVSHIHALVLLERLDKQKDRVEISPEQLCNAAMTAEKLGERTR
LKQPMRIIGWYHSHPHITVWPSHVDVQTQHAYQLMDKDFIGLIVSCFNQSDQSKMGEVRVTCFQAVKFEGNDSYERVEIE
QEIVSTKELSHACLQELTKLPEILLQEEISAYQESLSYADQDVLTAVQNSAVYTQAVTKIIEIICTPIFQLMESRLAKSK
MKQNELIRKLKVEGRLQS                                                              
>Hmag_XP_002165871                                                              
MDRILRLGSGGLGSMGQNGNSDAATVDTAEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQSG
TGVSVEAVDPVFQAKMLDMLRQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALSERAVAVVVDPIQSVKGKVVIDA
FRLINPNVMVLGPEPRQTTSNLGHLQKPSIQALIHGLNRHYYSISINYRKNDLEQKMLLNLHKKTWMEGLKLKDYHHHCQ



SNEETVKLMLDLTKSYNKSLEDEDTMTPEQLAIKNVGKQDPKRHLEENVGHVMSSNILQSLGAMLDTISF          
>Hmag_XP_002157680                                                              
MQNQTYSDSLSDTENSTTNDEDDASDDDEIDNKQSSTLKPADLKPQEVFVAPKDSPTKKKVLSKSAMLTGRGVTTQMLIE
ENILEAGENNLTINYLGNKFVGDLKEDGTINCKNANRIFSSPSAWAMHCKKQVNPDKKSGCGWASVKYKGRKLDEFKSTW
FRKQKIEQAVAASTIDAGNSTPYAHQRAEIDEFLADPTPSEKNKLKKYSASSLDDPIKSSYVPPTTNYLTFSEALKVVHA
GQANSLKVANAGLVKVSKFPDKPTYQITRSTYFYSRKSNNIPSIQLTGQKGIRKRLARTKVSVKHSSLTSISDTTTLVEC
AQFQSIGKIQPFSVSICTSALLLMDFHCHLSLSEVSGYIAGEWNISRQRGCKIRDTIKLKGLVLLGWYHSHPFFQPDPSI
CDINSQLEYQKILKDGHYEPCFGIIISPFESYKKESQFNAFWVREPSENSSNQYGLPLSVCFTTHQDKTLTQNIINEMVA
LVNYYQNSDESVKLTEIWSADVTYLEKLKHSIIRKFPQDQTDGRFLDFVHKMTVAAFS                      
>Hmag_XP_002155801                                                              
HYFKHVKISALALLKMVMHARSGGNIEIMGLMLGKVDGNTMIVMDSFALPVEGTETRVNAQAEGYEYMTQYVESSKMIDP
TRTISAGKVNIGAFRTYPKGFKPPDEGPSEYQTIPLSKIEDFGVHCKDCKLNIEAVHGLMSLVLKNTLFNTVGYVSKTFG
YVTLMTTMQKLNKCFALFGGTKWNGHDLKVQLAKEDFITRLKKEWGEPQKPRNKRKIIQPIKSYNEILETSAKMKKALPG
TIIEGEKNWVMGKYGRPLPVVYIRNPTNKIVKVDPSKHCHCLKKINLDTDEKSISDLLCTSNVLEYNNNNICSLNPSKHS
CEDVFQQNHLSDSIVSQLTRNNFNQVNLSVTPVTVTSNELVESANNENTCHAMKLFDFSFDSLVAKNSFNSSSGFNPHLN
ENDDSINNNSDQSNDNSINNDSDQSNDNSINNKCDQSTVSCDVTRADSTCLDLKLSVNGIKKVTKNEKHTFSEQQRLLAL
ERKKKSVDKNKDLVKQDLFGSDEESTDESDMFKLKPQFQGEKGEKFSTDERFKLDERFAEDKDVSKVETYQSSEDVSDDD
LKKEKEANLSVLEKLLGVSLEEKKIQNNFKLDRYDPSDINKSMYEVLTDEEKSSSSEDEKHSDTSTQPVCQQPIVSKETF
YKVDESLKDLFNGKTKHEEYPQGDYQPAHHI                                                 
>Hmag_XP_002158717                                                              
MDPSARLKILTNKANDFPFDIKIPVIRYARSLKELERMAIIYAQESQVENAFILYMKLITLSVEKLPKHPQFSALDTEQR
SIIKKRCALAITIAEDLKKEIKQLYEEEYRQLIEDKQDEVKSVSQKITYVASQDNNNLHSSESLSPDFFASKSSSHTPSQ
NQKPSVSQSQELIPSQNQDDNKISLPSYSTISLDQPSMSDCSTTSHVYPTAPPFKDFVDDALLLDDFKNTQYKHSDTFQP
NVNRSTKPLSMINDLKNNYEETHSSLNGKRFIILPADLTDKFLLLAASNTKRNIETCGILCGRLVQSQFRVTHLIIPKQH
GTSDSCTTEKEEEMFDVQDKYDLITVGWIHTHPSQTCFLSSVDLHTQCSYQQLLPEAIAVVCSPKYNNFGVYRLTMHGLK
LITNCTQNGFHPHNKDPPLFEESSGINIQDLYGITIVDLR                                        
>Hmag_XP_002159624                                                              
MELTKNTKDQVESVQIEGLVALKIVKHCHEEGPGEIAQGDLLGLLVDKTLEVTNCFPRPRNEDDEYDDENYQIDMMRKLR
EVNVDHFHVGWYQSTCLGSFLNRNFVESQFHYQRSIEESVVLVYDPLQTHQGMLSFKAYRLSQKMLDLYAGAEKNFTPEM
LIKENVDFTNILEEVPVTIKTSNLVNTLICEIEETVQLPEKEEFLSLATGSYLEKNVHLLIEGADELCQDSQKLHNFQRN
VARQQQQIDAYKQRRAQENDLRKQRGEQPLPDEDLNKLFRPLQPPQRLDNLLATAQIATCCDQLNDYAAQSFSKLFLAES
IQKLAEA                                                                         
>Hmag_XP_002160842                                                              
MDRSKLCGFWMPFDEDEKDQSVWFLDHDYLELMASMFKKVNAKERIIGWYHTGPKLHSNDIRINELIRRFNTNSVLVIID
AKPKALGLPTEAYIAVEEVHDDGTPTSKTFEHIPSEIGAEEAEEVGVEHLLRDIRNMTVGTLSQQVTNQLNSLKGLHAHL
QDIFLYLEQVISGKLPPNHTIMYQLQDIFNLLPNLNVGNFIKSATVKTNDQMVVIYLASVIRSVIALHNLINNKLQNKEQ
EKEKEETKGKSKKDTDVKSSNDKIKSKKT                                                   
>Hmag_XP_002158446                                                              
MFSQIKRAKISSTANMKTLESSSDKQCGFVTDAQASVCVTLHPLVIMNISDHFTRIKAQEGGNPQIYGALLGKQNGRNLE
LFNSFELQHSINETGKVVIELAYFHSKEEQFRQVFKDLDFLGWYTVGWSEATECDISVHKQLTVINESSLLLKLDPFSKS
ANLPITIYESMLDIVNEQ                                                              
>Hmag_XP_002169242                                                              
MDSQIAQRTFELQNSIESVNSVDEIYKYSHQQQQEILNKKPWTKDPHYFKHVKISALALLKMVMHARSGGNIEIMGLMLG
KVDGNTMIVMDSFALPVEGTETRVNAQAEGYEYMTQYVESSKM                                     
>Hmag_XP_002158199                                                              
MEISAPSQQRQQIAEIEKQTKDQSQLTATTTKTTNIHGDEIIVSTTSNYERSTFSSKTEWRVRAISATNLHLRTNHIYVS
SDDIKETGFTYILPKNVLKKFIVISDLRTQIAGYMYGVSPTDNPQVKEIRCIVLVPQWGTHQTVHLPQSLPQHDFLKEME
PLGWIHTQPNELPQLSPQDVTTHAKIMADNPSWDGEKTIIITCSFTPGSCSLTAYKLTPSGFEWGRNNKDTGNNPRGYLP
SHYEKVQMLLSDRFLGFFMVPSQGPWNYNFMGVRHSGNMRYELQLSNPKEFYHEVHRPSHFLNFSNIDETEQSADREDAF
A                                                                               
>Tadh_XP_002117125                                                              
MDRLLRLGSGGLPGVGQPPPEAPNVDTAEQVYISSLALLKMLRHGRAGVPMEVMGLMLGQFVDEYTVRVIDVFAMPQSGT
GVSVEAVDPVFQARMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDVNTQQSFEALSERAVAVVVDPIQSVKGKVVIDAF
RLIHPTLIMVGHEPRQATSIIGHLQKPSIQALIHGLNRSYYSMVINYRKNELEQKMLMKLHKKSWVDGLQLDDYKEHNES
NEKILKDMVRLSKEYVKSVEEEDKLTTEQLAIRNVGKQDPKRHLEECVDVLMTSNVSQCLGAMLHNVVF           
>Tadh_XP_002115184                                                              
MPGQPQHSSLQDEDKIREKARKWQQLQSKRYSEKRKFGFVEAQKEDMPPEHVRKIIRDHGDMSNRKFRHDKRVYLGALKY
MPHAVLKLLENMPMPWEQIRDVQVLYHITGAITFVNEIPWIVEPIYIAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEP
PLDYADNILDVEPLEAIQMDLDPDEDGAVCQWLYDHKPLEDTKHMNGSSYRRWNLSLPIMSTLYRLANQLLTDLVDDNYF
YLFDMKSFFTAKALNVAIPGGPKFEPLVKDKELEDEDWNEFNDINKIIMRSQIRTEYRIAFPYLYNSLPLHVHLSWYHYP
MVVFIKTEDPDLPAFYFDPLINPITQKSSKNDIQPEEDDFELPDEIQPFFQDNPLYTDNTANGIALLWSPRPFYQRRGRT
RRAIDVPLVKTWYREHCPSGQPVKVRVSYQKLLKCYVLNALHHRKPKAQKKRRLFPSFKTTKFFQSTTLDWVEAGLQVCR



QGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLVIDSYVQYRLGNVDAFQLADGL
QYTFAHIGQLTGMYRYKYKLMRQIRMCKDLKHVIYYRFNTGPVGKGPGVGFWAPGWRIWMFFLRGVVPLLERWLGNLLAR
QFEGRHSKGVAKTVTKQRVESHYDLELRAAVMHDIVDMMPEGIKQNKARTILQHLSEAWRCWKANIPWKVPGLPTAIENM
ILRYVKAKADWWTNTAHYNRERIRRGATVDKTVCKKNLGRLTRLYLKAEQERQHNYLKDGPYITAQEAVAIYTTMVHWLE
GRRFSPIPFPPLSYKHDTKLLILALERLKEAYSVKSRLNQSQREELGLIEQAYDNPHEALSRIKRHLLTQRAFKEVGIEF
MDLYSHLVPVYDVEPLEKITDAYLDQYLWYEADKRRLFPPWIKPSDSEPPPLLTYKWCQGINNLQDVWDTSEGQCNVMLE
ATFDKMYEKIDLTLLNRLLRLIVDHNIADYMTAKNNVVINYKDMNHTNSYGIIRGLQFASFIAQYYGLVLDLLVLGLPRA
SEMAGPPQMPNDFLSYQDVQTEVSHPIRLFSRYIDRLHIFFRFTAEEAKDLIQRYLTEHPDPNNENIVGYNNKKCWPRDA
RMRLMKHDVNLGRAVFWNIKNRLPRSVTTIKWEDGFVSVYSKDNPNLLFDLSGFEVRILPKCRMVHEEFTHKDGVWNLQN
EVTKERTAQCFLRVDDESMQKFHNRVRQILMASGSTTFTKIINKWNTALIGLMTYFREAVVNTQELLDLLVKCENKIQTR
IKIGLNSKMPSRFPPVVFYTPKELGGLDLRWSKQTDAGITHFRSGMSHEEDQLIPNLYRYILPWESEFIDSQRVWAEYAL
KRQEANAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTEFKQYQVLKQNPFWWTHQRHDGKLWNLNNYR
TDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGF
QVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKVHESVVMDLCQVFDQELDALEIETVQKETIHPRKSYKMNSSCADILL
FAAYKWNVSRPSLLADTKDTMDSSTTQKYWIDVQLRWGDYDSHDIERYVRAKFLDYTTDNMSIYPSPTGVMIGIDLAYNL
HSAYGNWFPGSKPLIQQAMAKIMKANPALYVLRERVRKALQLYSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIH
KTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPIEEQPKQIIVTRKGMLDP
LEVHLLDFPNIVIKGSELQLPFQACLKIEKFGDLILKATEPQMVLFNLYDDWLKTISSYTAFSRLILILRALHVNQDKAK
IILKPDKTTITEPHHIWPSLTDEEWVKVEVQLKDLILADYGKKNNVNVASLTQSEIRDIILGMEISAPSQQRQQIAEIEK
QTREQSQLTATTTRSVNKHGDEMISTTTSNYETQTFSSKTEWRVRAISATNLHLRTNHIYVSSDDIKETGFTYIMPKNIL
KKFIVIADLRTQIAGYLYGVSPSDNPQVKEIRCIAMVPQWGTHQTVHLPNQLPQHEFLEEMEPLGWIHTQPNELPQLSPQ
DVTSHSKIMADNSTWDGEKTTVITCSFTPGSCSLAAYKLTPSGFEWGRNNKDTGNNPRGYLPSHYERVQMLLSDRFLGFF
MVPGVGSWNYNFMGVRHSDSMNYELRLANPKEFYHEIHRPSHFLNFSTIEEADIASADREDLFN                
>Tadh_XP_002115045                                                              
MSSESATPPAERLQSLSAVGASVEIKKDISPIKYFRSGIQMEKVARAYAKEGDLERAYKILHRLFIEKLPKHPLYKKAEA
SRMKEYSKKIHGALDLASDIKQRLSDQYATEYQSFLERQKRNEIAKLAEAQSKQEECKDYNLKSVTMDPVTDDSQSALMV
IEEQHPEVGALRRDSSNYILEQRKPSVDRSLKPATNINEIVSPTLDGLRCVKIPERLPEYFLAVVQKNTASNIETCGILS
GHLMKEVFQVTHVIIPKQHGTADSCTTEEEEEIFDYQDSRDLVTLGWIHTHPSQTSFLSSVDLHTQYSYQIMMPEAIAIV
CAPRYNQTGYFTLTRDDGLDIIGNCKEVGFHPHPSHPILFEVGLNI                                  
>Tadh_XP_002114449                                                              
MASSSNANSSESIDTSTNEASQQAWQAFKTVNNIQIDEIYHYDATEQREIQIRKPWKQSEDYFKKVKISALALLKMLTHA
KSGGNIEIMGLMLGKVRNEDMIIMDSFALPVEGTETRVNAQESAYEYMTAYVEAAKQVGRLENVIGWYHSHPGYGCWLSG
IDVSTQMLNQTYQDPFVAIVIDPIRTMSSGKVSLGAFRTYSKDYVPKDEGRSEYQTIPLNKIEDFGVHCKRYYSLDVTYF
KSSLDGKLLELLWNKYWVSTLSSSSLLNNAEYTTQQIVDLSEKLDQAQQLLQVKYWFSLCTIYRLYNDQLCSIKLSKIAL
EAVHGLMSQVIKNQLFN                                                               
>Tadh_XP_002114244                                                              
EVIGLLGGRYSCEQKELKILRAEPCESLSTEVQCEMDSVSQTEAFTELCNRGYSVVGWYHSHPYFSPIPSIRDIETQSKY
QDWFAQGGAPFVGVIISPYYRQLVTHESSITCLMIGDKMDKTDNLSKF                                
>Tadh_XP_002114135                                                              
MSRAEIDVPIKKVSIDGQVILQIIRHCQSERDSTDLAQGVLLGMLVDNCTEVTYCFPFPEFTEADTDNDIEMYQLDMMKY
LRSINMDHMQVGWYRASPFDLNVIKDMLDSQYTYQKQIHESVGLLFDPIKAAQGNLSMKAYRLSSKVMEMYGQGSTEFTV
NSILAAGLSYENIFEEIPVEIRNSSLCNVYLAQLKLNHSSAPTSYLTLGTDSHLEKSLRLLSESLDELHQEAGKLSVYHK
TLRMHHQKQQSLLKKRGDNAKARDDDDSKQNRPPPAPYRLDNLLVANQTNKFCQELNQYVSQSFSKLFLAEALENNES  
>Tadh_XP_002112063                                                              
MITKPEKVVVHPTVLLSVVDHFKRLNDKRVVGILLGSLKGQILDVSNSFAVPFEEEEKNPDIWYLDHDYLENMYAMFKKV
NAREKVVGWYHTGPKIHSNDISVNEVLKRFVANPVLVIIDAQPKDLGIPTDAFIAIEEVHDDGTPTSKTFENLPSEIGAE
EPEEVGVEHLLRDIKDSTAGTLSQRITSYLQSLKGAQLELDGITKYLDKVIQGKLPLNHQTIYTLQEINNLLPNVNVEEF
AKTFTVKTNDQMLVMYLASMIRAIIALHNLINNKEANRNAELNEESSSDKPDKSDNQGMYRSIFYSHRNFI         
>Tadh_XP_002111816                                                              
MQIDDSGEEPSSKIMAPSSVSPSISVLLHPLVVMNISDHFMRFLAQESSEDSQIIGALIGTQKGRTVEISNSYELDCNFN
TGKPFLNVDYFKDREEKFRELTDEFMFIGWYTIGSSPNETDLNIHQQFCQIYDSPLLLKLNPNCNYATNLPVAIFETVVD
AVDNQAKILFLEIPYTLATEDSERIGVDHIAKTSYSETTSTSSAADNLLAQYNAIKMLHTRVKLLTDYVKAVRAGKLSYK
HEILRDISSMCQRLPIAKSKQFTVESVNQYNDVLLMACLAAITQGCKNSDEFITKANDLYEASGHRMRTFFY        
>Tadh_XP_002110947                                                              
MSESDSGSSDKLLAISDEQMDVDETSSSSDDVTNSEVTSSKDQEEMMETNLIKVRKSASTNTKNSNKLPYNAAGRGVSIA
VLIKDGILKPRKKCLSLEYLKKTFYGDLLPNGKIQSSTTEDIFNSPSAWAIHCKRLVNPAKKSGCGWASVKYNGVKLDEF
KATWYKKKKLSCGIPVSEAESQIKMIRNEIMHDDSSNDRLSPPTSEVSSTQSSLPTLSPVSTPKGKRSARKINSENSNNK
ESKKKFASKIRYSQINNDTPADTLIECVHFSSIGKLQPFSVSISSNAMLIMDLHCHLTTSEVVGYIGGKWDPQTQFLRVL
QAFPCRCRLGDNNISAVVQEEIQKSMKARDMILVGWYHSHPTSQPNPTVQDLSTQKQFQSVLRTDDSTQEPCLGLIISPF
YTNRSHVDSGVCSYWVYSTNDSESVINGSKMPMHVHYTLSQDRFLTQDVLNEVKHLAAFYKGAPDYANFESSWHGSMTYI
EKLKGSLAKKLPKDQGGSLLLEIIESILL                                                   
>Tadh_XP_002107621                                                              



MAVSSPLQLSVVIHPVVVLTICDSYERRNEDIEKIHGTLLGKVEKERIEIRNCFIDDNPTASGKKKFNLEEFQRLFDLHQ
RVYPNEVIVGRFSTGDQIDDTALAMQALFSRVIESSYVAFPIHLLVDTNLTDSHMGIQASVYHRYGVPGNDNGSIFTPIR
YAMGYYPEEMSASQLFQRNLAIGGIAPVHNDMQHVIATSTKIDELLDEVLKYVEDVTAGNTPFDSKIGRSLSDAIMAVPQ
IDQSVFKDMMNNSTQDLLMVTYLGSLVRTQLALAEKLNTIL                                       
>Mlei_ML046118a                                                                 
MTTRDSDMTARDSDMTARDSDMTARDSSAPMETVEDSVVCKNTVSAGNVVYLHPLVAMNIADHATRYKISNKDHQYALGV
LLGKQTGRDIEITTSFDVCYDVVDNSWILDRDYLDNRLEQASQIPTGGAGWAQPTSSNRTVFVEIQYTVKTTESERIGID
HAAGASVSGLSAVSDVVSSNQSAIAMLNGRAQVICDYIRHVKEGKMESNPAVMRAISSLVSSLPLAQEHTESFDAQSSQE
VVEALMIASLATLTKGIMTHDEIAAKSNVIYSHNVTNKKIRSLDVMSAFSRNLPI                         
>Mlei_ML053810a                                                                 
MDMDDLLRKTLEKQALRGSISGRGGRGRGRGGNSSKSDKKLGGRSLHLSFLINDGLLKPGPGVLKMEYFGNVFEGDLLED
GSVKWKDNNLVFSTPSAWASHCKRIVNPEKKSACGWTTVKYEGRKLEWYKNQWLQMQATRTDGNSVIQQFQDEECNENDS
EEDNASQSQGESEACSSAAESMASEQEPATTSSSTTTTSQVPLSGVSTSTTTPIPTSTPPTASTSEQSAERPSSSGTTSA
TPSTSTEQVHLPDAEKAMLEQANSMSNSLIDVSNLAQILLGEGAAQLSEQEKLMLEKALFQQGATKMSDVEKLMLEKALK
EQMAVEAALANRLAEAELLKQHSEAVAMLQKQTKSALEQKQREEALMTAHQETIIQAQLQQEALLKIQQEILAAHKEKEE
KEKREKARQKEQRASKEKAAAAQHHIDPAQLQKSLLEHSMIQNALLNQAALEKAIQEHNASGSNDKMTQMILEQALFQQA
NMIQLAIAQLAEEQAKAARTKEPEIMKEARQEAVPAESSLIDCVKFSVVGQKQPYTVFIGSNSLLLMDYHCHLSTEEVYG
YLGGKWDPAKLTLQVQSVFPCSLNNPSDQNECSVLQNKIRELITQQDMTVIGWYHSHPTSSPRPSQHDIVCQSVHQQHMR
SLDGRIDPCLGVIVSPFRGTSPVSEMQLFCVMHTNDGRPVPMHLEYTCVWDSTISPALATEMRAMSLLYSKQKTGVKFNQ
HWRNNINIFRKMTESLKQKTPKDISEEQFVDVMRQIVAKEE                                       
>Mlei_ML065737a                                                                 
MATSSNAQLISTIQQVEITSQVIMKITRHCHHELEKQLDPHVNGVLLGLINENKHVLEVTHCFPLMNSDTDEGMEINREY
MLEMERSLRQVNIDYQQVGFYQSTYLNTHCDRNFLDSVFDYLEEMNEAIALIYDPLKTKLGNLSIRAFKLSAPAFKLYKE
DKEFTAEMLRENSLTYENLFVEIPVVIKNSSLTNVLLCELDSVQDNTSFFTLPTSSYLEKSMQLLLGGLDEINQDLQKIN
NHQRNVYKQQTAIMKYIQDQKEKNDARVKDGLKPLPEEDVSKIFKDFAPVGRLESLLSSNRIASHCDMIEDHVRSGIGKL
YLADSFMS                                                                        
>Mlei_ML073216a                                                                 
MERLLRLGTGFGGGAGGGPGADSPLVDTAEQTYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVDDVFAMPQSG
TGVSVEAVDPVFQAKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALTSRAVAVVVDPIQSVKGKVVIDA
FRLINPNLLVLGQEPRQTTSNLGHLHKPSIQALIHGLNRHYYSIAINCRKNELEQKMLLNLHKKSWMEGLKLEDFKTHED
>Mlei_ML08751a                                                                  
MEKSELSKAWSIDPRERIKALSELASGSVSISHGIPIKRYYRSGVELERMAKVYEDENNLEKAFFLYMKYTTLFVECLPK
HPDYKSPQTSNERKVVRSKLKTIFDRAEFIKNNLTITYAGQHKKWIMEEQIRKAEAEQKRLEEEARIEAEAVAAKRAEME
RRETELALELEQIEKQLEETRTIAVKASEKPVVVPPPMHRQATYPSLPVETPAKQSNTSSFNEAFNMRSPATPLAAPSLS
LPSAPSAPSAHIQIISDTGPFPTVDRSTKPAAPQIDRSTKPATLAASDMFAEMMTQDSQRAVIIPSSLPDKFLSVCLDNT
QKNVETCGILAAKLTANNFTITHVILPKQRGTPDSCQTLAEEELFEYQDKLDLITVGWIHTHPTQSAFLSSVDLHTHCSY
QLMLREAIAIVCAPKHNRLFTVILKELLEDSRSFNGDPPHLTLNHGFPVIRLSRPKKIA                     
>Mlei_ML09002a                                                                  
MDSYLINKVPKETLVQLEDFSAYLRDHRKSKTSYESVIKTINILKELICASDWVTATELIKIIKTYSKYLPLILSNETVV
SNVIRRVLKIIREENEGPDATSFSEGLAIFFRSDSKSSTIGRKDLQDNILNSIVELLAEQENSQSNIISMALEHIHANEL
ILTYGHSNTVREFLLHGRKKRNFRVVVCESGPSLIGHKMAKELSEGGIETTLIADSAAFAIIHAVNKVIIGTHTIMADGA
LRAPNGAHQITLAAEHFSVPVIVCAALYKLSPTHLCSYDQDAFNKMIGPENMLNFSNTKLHSKVLVSNPEFDYVPSDLIE
LFITNTGGHAPSYLYRIVSVVRMAVEGRSVALPVRKVIIHPVVLFNIVDNYERRNDNNKRVIGTLMGRYDKGTVYVTESF
AVPHQETEEEVSMDMEYAMRIGELQKKVNTSMYTVGWYSSGIIINEYSSLIHAFYKCQCPTPVHLTVDTQLKEQKMKINT
HISSQIGVKNGTEGCIFTPVSHTITGAEADQVSLKFFQGLRGNKKTPNFNDQEQIITSCSEMIAQINIVMGHVKKVLSGE
APSDKELGRQLMEVVQSIPNLDGDTITNMLNSHMQLNMLVDVLESDEEEVPCLVPVDDEIPTLVESSGTNQLLDDNVPDI
PVTVITGYLGAGKTTLLTHILKEQHGKRIAVIVNEYGEGEAVEQPGALGVGNEKYEEWLEMTNGCLCCAVKSNAVMALEK
LMEKSGKFDYVLIETTGLADPGNIGQTFWVDEGLSKLYLDGIVTMCDAYNIDKTFQEAGGKLTECERQIALADVVILNKL
DLITDTQKEKVKQRIQSINSSCDIQYTTHSRVDLDTILGIQAYSSAAPPSTTEHNISSAISTVTLTTDSILKRGDIEGAL
ETLLWEDVDSSDSDVNNKGSHVIEDTGKMKMLRLKGKLQTSDGWIMVQGVRDMFDITEISGDNIPYQHLVFIGIHLDRKR
LSDVTKMRVR                                                                      
>Mlei_ML093025a                                                                 
MAATSRGFVELSEEKLQEKARKWQQLQSKKYAEKRKFGFVEAQKEDMPPEHVRKIIRDHGDMTSRKFRHDKRVYLGALKY
MPHAVFKLLENMPMPWEQIRDVNVLYHITGAITFVNEIPWVVEPQYISQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEP
PLDYADNVLDVEPLEAIQMELDREEDGEVVDWFYENKGLIDTDYINGSTYKKWYFALPIMSTLYRLANQLITDLLDDNFF
YLFDLKSFFTAKALNLAIPGGPKFEPLVRDISQAEEDWNEFNDINKIIIRHQIRTEYRIAFPYLYNSRPYKVHLSWYHYP
TVVYIKTEDPDLPAFYFDPLINPIAPKHGTQRTPEPLPEDPEEGDEEFSLPEFVSPFLEDTPLYTDNTANGIALLWAPHP
FNCRSGLTRRAIDIPLVKSWYREHCPAGQPVKVRVSYQKLLKCYVLNALKHRPPKNMKKRYLFKSFKATKFFQCTQLDWV
EAGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRMTKLVVDSHVQYRLGNVD
AYQLADGIQYVFAHIGQLTGMYRYKYKLMRQIRMCKDLKHLIYYRFNTGPVGKGPGCGIWAPGWRVWLFFLRGIVPLLER
WLGNLLARQFEGRHSKGVAKTVTKQRVESHYDLELRAAVMHDIVDMMPEGVRQNKARTILQHLSEAWRCWKANIPWKVPG
LPSPIENMILRYVKSKADWWTNTAHYNRERIKRGATVDKTVCKKNLGRLTRLYLKAEQERQHNYLKDGPYISAEEAVAIY



TTTVHWLESRRFSPIPFPPLSYKHDTKLLILALERLKEAYSVKARLNQSQREELGLIEQAYDNPHEALSRIKRHLLTQRH
FKEVGIEFMDLYSHLVPVYDVEPLEKITDAYLDQYLWYEADKRRLFPQWIKPADTEPPPLLVYKWCQGINNLQDVWETGE
GECNVMLETQFEKLYEKIDLTLLNRLLRLIVDHNIADYMTAKNNVIINYKDMNHNNSYGTIRGLQFASFIVQYYGLVMDL
LLLGLHRATHMAGPPHMPNDFLTFTDVATEISHPIRLYSRYVDRVHIFFRFTAEETRDLIQRFLTEHPDPNNENIVGYNN
KKCWPRDARMRLMKHDVNLGRAVFWDIKNRLPRSVTTVNWTGSFVSVYSKDNPNLLFSMSGFECRILPKCRVAHDEITNR
DGVWNLQNEVTKERTAQCFLRVDTESMTKFHNRIRQILMASGSTTFTKIVNKWNTALIGLMTYFRESVVNTQELLDLLVK
CENKIQTRIKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLRWSKQTDVGITHFRSGMSHDEDQLIPNLYR
YIQPWETEFIDSQRVWAEYALKRQEATAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTDFKQYQVLKQ
NPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIP
NRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVFDQELDALEIETVQ
KETIHPRKSYKMNSSCADILMFASYKWPISKPSLLADTKDVMDNATTQKYWVDVQLRWGDYDSHDVERYTRAKFLDYTTD
NMSIYPSPTGLLIGMDLAYNLFSAFGNWFPGIKPLIQQAMTKIMKANPALYVLRERVRKGLQLYSSEPTEPYLSSQNYGE
LFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTIVWAGQKRLGQLAKWKTAEEVAALIR
SLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKVEKFGDLILKATEPQMVLFNLYDDWLKTISSY
TAFSRLILILRALHVNNDRTKILLKPDKTTITEAHHIWPSLNDEEWIKVEVSLKDLILADYGKKNNVNVASLTQSEVRDI
ILGMEISAPSQQRQQIAEIEKQTKEQSQLTATTTKTTNIHGDEIIVTTTSNYERQTFSSKTEWRVRAISATNLHLRTNHI
YVSSDDIKETGYTYILPKNILKRFITISDLRTQISGYLYGVSPPDNPQVKEIRCVVLVPQWGTHQNVHLPSMLPNHDYLK
EMEPLGWIHTQPNELPQLAPQDVTMHAKIMGENMSWDGEKTIIITCSFTPGSCSLTAYKLTPTGYDWGRQNKDTSNNPHG
YLPSHYEKVQMLLSDRFLGFFMVPAESSWNYNFMGVRHASSMKYDLELATPKEFYHELHRPAHFLNFSSMESVDADFEDK
FA                                                                              
>Mlei_ML13371a                                                                  
MAGLSLDAFVDANNILSTGDSYFQFNAEEHQRIIQNQPWKEDPHYFKAAKISALALLKMVMHAQSGGNIEIMGLMVGKID
GHSIVVMDSFALPVEGTETRVNANLAAYEYMVNFQNNAKLVGREENVVGWYHSHPGYGCWLSGIDVTTQMNNQQYQDPFI
AIVVDPIRTITSGKVDLGAFRTYPENFEFSEGGPSRYQSIPLHKIEDFGVHCKQYYSLDVSYFRSSYDDKLLNTLWKQYR
INSLSSNSQSTNQTYVSNQIQDLSCKLSKLQEHQTHREECNKIAKDGTKTAIEALGGIMSGMFKDKVFNMRA        
>Mlei_ML460816a                                                                 
MSIQAIETVVVHPLVLLSVVDHYNRIDKVSSQKRVVGILLGSRRKGVLDVSNSFAVPFDEDDRDPDVYFLDHDYLESMYT
MFKKVNAKEKIVGWYHTGPKLHPNDIKINEIIKNYCNDSVLVIIDAKPKDLGLPTDAYIAVEEVHDDGTPTTRTFDHVKS
EIGAEEAEEVGVEHLLRDIKDTTVGTLSQHLTTQVVALKSLQSKLHDISVYLTQVSDGKLPVNHPIIYQLQDVFNLLPNL
NVPDLMKAFTVKTNDQNLVMYTASIIRAVIALHSLINNKTTNRAAEKEGTKKVEVEKEDKDEKEKDTKEKEDSNKKEVKS
>Ocar_g1824_t1                                                                  
MDSEMAQKTFELANQVETVPSVESAYFYDAKKQQEILQKKPWAKDPHYFKNIKISALSLLKMVMHARSGGSLEVMGLMLG
KVDGETMIVMDSFALPVEGTETRVNAQAQAYEYMTSYVEAAKEVDRLENVIGWYHSHPGYGCWLSGIDVSTQMLNQQFQE
PFVAIVVDPVRTVSAGKVNLGAFRTYPKGYKPASEGPSEYQSIPLHKIEDFGVHCKQYYSLDVSYFKSQLDKRLLDLLWN
KYWVNTLSSNSLLMNGEYTTRQVFDLSEKLEQAEQQVGHGSGFGLADFEKKDETKLAKATRDSSKLTIEAIHGLMSQVIK
DRLFNEVPXIYTSLDCRIRGCINARYHRYDLTLEMECLLGIAGKDFVVFATDQMAAQSILVIKDNKNKMVKLDERIFMAV
SGEPGDTMAFGEFIQKNIQLYKMRHGYSLSPHAAANFTRKNLAEALRKGPYHVNLLIGGFDEHEGASLYFMDYLATMASV
PFGAHGYASYMTLSIMDKHYREDLTEGEAVDIIKMCIAEVQKRLIINLPKFCISVVDKGGLRTLSEDGAESMES      
>Ocar_g2732_t1                                                                  
MEVMGLMLGEFVDDYTVRVIDVFAMPQSGTGVSVEAVDPVFQMKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQ
QRAVAVVVDPIQSVKGKVVIDAFRLINPNLVMLGQEPRQTTSNIGHLHKPSIQALIHGLNRHYYSMPINYRKNELEQKML
MTLHQKSWLDGLALQDYAHHCQTNGKAVKEMLKLAKDYHKYVEEEEKLTPEQLAIRNVGKQDPKRHLEEKVNILMSSNIV
QCLGAMLDTVVF                                                                    
>Ocar_g5854_t1                                                                  
MGTKGDSAMAPSSATGSVTVAVHPLVIMNVSEHWTRVRAQTKEENPIVIGAIMGTQKGRTVEIFNSFELQYEITDGEVLV
NRSYCDAKEEQFKQVFKDLDFLGWYKTGDLEGTSGDMKIHKTICETHESPLLLKLNPTGGANELPLKFYESVIDLVQGEA
CMLFVELKYTLVTEEGERIGVDHVARLLANSMLYLIVMVLDEE                                     
>Ocar_g6650_t1                                                                  
MKVVFDKAEEVKGKLTEKYAKEYDNWLAAEKKKKAVEEERRMREEEEERRRLEKEREEQERRRLEMEEMAKRQQEKEVEE
ESKERPVESDSITVLPPPPPPSYNEATESNEFTLPNATAMVPEYGGGAYTPSLEEGMAGLSVREPSAPAMFPTGDLAYSQ
GLPIPNIDRSTKPEPPVLASMPSFDRSLKPDRLNSVTSLGDLDLENTVDGLRRIIVPGDLMNEFERSAMMNTLRNVETCG
ILAGKLKGKAFYITHVLIPKQEGTTESCETLNEEDLFEYQDNHDLITLGWIHTHPTQTSFLSSVDLHTHCGYQLMMDEAI
AIVCAPKHKQTGIFNLTRPYGINFISSCKKGGFHPHPREPKLFQDFEPEKGRYSVIWCQWVLSYLTDEDLVAFLLRCKAG
LKEGGLIFVKENVASTTREYDDVDSSVCRSAEVFYSIFEKSGLKILKENVQTDFPVGLYPVGCKVNNNVTSAARRCVRTV
GEHSTCTQYRSFYADLRWTSKMADNFSSAKRVHVSAGIKDEDIAGDSKMPRQSLSNAQGLSSAVQAGIRAGNINFSGGAS
YDLSKASELRQQEILAEFEKRKKARSIAVPTDDTQIKARLREFGEPICLFGEGPADRRERLRSLLAELGSDALRKEKEEK
YEEEEQLEVWYHEGSEELRYSRLWMTEYSLPRARERLKAARIERARPDPDRASKIQSLHKKLRTFSNYCSQVGDNRPVSV
CQFAPNSKLLATGSWSGLCKLWSIPECEEIRVLRGHDSRVGGIAFHPEATVSLSDDAACLASGAADGKINLCEVPLASLN
CMTDRVSRVAFHPSGRFVGASCFDCSWRLWDVESQAELLHQEGHSRPVYGISFQHDGAIVATSGLDAMVLIWDLRSGRCV
QPLQGHLKAVLAVDFSPNGYHVATGSEDHSVMIWDLRKRKCIYKVPAHTNLVSHLKFQGGDGRFLVSASYDSTAKIWSHP
GWSPLKTLAGHEGKVMCVDRSPDGDFIATSSYDRTFKLWSPEVLPSV                                 
>Ocar_g7036_t1                                                                  



MSGIGLSVLPIWLVLGLRKSTHPDPTKDRAQQPAPESAIGNGDGCRPPTPRGSISFTDSGQYGSVGGGERRCDHQLTRSE
LVCLPLFWMVFLMIFTSMFATFMLLSSLQKIYRDILEDVSYTTASYYLSATMAVFFIGRIAVPNLSDRVGRKAMYLVCLI
GQCILLSTAGALRYKDTQRSLYGPFIHDMFKDEDKGTALGICTSAFGLSGIISPAIMTVLALKYMPHAVLKLLENMPMPW
EQIRDVKVIYHITGAITFVNEIPWVIEPVYIAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYGDNILDVEPLEP
INMDLDEEEDSSVVEWFYDHRPLVGTKFVNGATYRKWNMPLNVMSTLYRLANQLLTDLVDENYFYLFDMKSFFTAKALNV
AIPGGPKFEPLVRDRDLQDEDWNEFNDINKIIIRSQVRTEYRIAFPYLYNSLPLFVHLSWYHYPIVVYIKTEDPDLPAFY
FDPLINPISQRREITVEEPLPDDSEEFVLPEGVEPFLKDMPLYSDGTANGIALLWAPRPFNLRSSQMRRAIDIPLVKTWF
REHCPSGQPVKVRVSYQKLLKLCVLNALKHRQPKALKKRYLFRSFKATKFFQTTSLDWVEVGLQVCRQGYNMLNLLIHRK
NLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLIVDAHVQYRLGNVDAFQLSDGLQYTFSHVGQLTGM
YRYKYKLMRQIRMCKDLKHVLYYRFNTGPVGKGPGVGCWAPGWRVWIFFLRGVVPLLERWLGNLLARQFEGRHSKGMAKT
VTKQRVESHYDLELRASVMHDILDMMPEGIKQNKARTILQHLSEAWRCWKANIPWKVPGLPLPIENMILRYVKAKADWWT
NTAHYNRERIRRGATVDKTVCKKNLGRLTRLYLKAEQERQHNYLKDGPYITAEEAVAIYTTTVHWLESRRFSPIPFPPLS
YKHDTKLLILSLERLKEAYSVKSRLNQSQREELGLIEQAYDNPHEALSRIKRHLLTQRAFKEVGIEFMDLYSHLLPVHDI
EPLEKITDAYLDQYLWYEGDKRHLFPPWIKPADTEPPPLLVYKWCQGINNLQDVWDTNEGQCNVIMETTYEKMYEKIDLT
LLNRLLRLIIDHNIADYMTAKNNVVINYKDMNHTNSYGIIRGLQFASFVVHFYGLVLDLLVLGLHRASEMTGPPQLPNDF
LQFQDVQTETAHPIRLYCRYIDRLFVFFRFTADEARDLIQRYLTEHPDPNNENVVGYNNKKCWPRDARMRLMKHDVNLKD
NPNLLFDMALFECRILPKCRTSFEEFTHRDGVWNLQNEVTKERTAQCYLRVSDDGMTRFHNRIRQILMASGSTTFTKASA
FAPLEYSVNLAFRLEAVVNTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLR
WSRQTDVGITHFRSGMSHEEDQLIPNLYRYLQPWESEFIDSQRVWAEYALKRQEANAQNRRLTLEDLEDSWDRGIPRINT
LFQKDRHTLAYDKGWRVRTEFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFRGTYFPTWEGL
FWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHL
WQKIHESVVMDLCQVFDQELDALEIETVQKETIHPRKSYKMNSSCADVLLFAAYKWNVSKPSLLADSKDVMDSSSTQKYW
LDVQLRWGDYDSHDVERYTRAKFLDYTTDNMSIYPSPTGILIGIDLAYNLHSAFGNWFPGCKPLVQQAMAKIAKSNPALY
VLRERIRKGLQLYSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKI
IHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQIVVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKVEK
LGDLILKATEPQMVLFNLYDDWLKTISSYTAFSRLILILRALHVNNDRTKVILKPGKTTITEPHHIWPTLSDEEWIKVEV
QLKDLILADYGKKNNVNVASLTQSEIRDIILGMEISAPSQQRQQIAEIEKQTREQSQLTATTTRTVNIHGDEIISTTTSN
YETQTFASKTEWRVRAISATNLHLRTNHIYVSSDDIKETGFTYILPKNILKKFIIISDLRTQIAGYLYGVSPPDNPQVKE
IRCVVLAPQWGTHQTVHLPNQLPQHEYLEDMEPLGWIHTQPNELPQLSPQDVTVHARVMAENPSWDGEQTIVMTCSFTPG
SCSLAAYKLTPSGYEWGRNNKDTGNNPKGYTPSHYEKVQMLLSDRFLGFFMIPATGSWNFNFMGVRHSASMRYDLQLASP
KEFYHEVHRPSHFLSFALMDEGETAGADRDDLFS                                              
>Ocar_g10398_t1                                                                 
MPLHPDRVVVHPTVLLSVVDHFNRMAKVGSQKRVVGILLGAWRKGVVDVSNCFAVPFDEDEQDSSVWFLDHNYLENMYAM
FRKVNAREKIVGWYHTGPKLHRNDVGIDDFLRQYAPNSILVIIDAQPKEVGLPTDAYVAVEEVHDDGTPTSKTFEHVTSE
IGAEEAEEVGVEHLLRDIKDTSVGTLSQQISIQVASLKGLLERLQGIRNYLARVCEEKLPVNHQIMYHLQDIFNLLPNVS
LEEFARTMSVKTNDQLMIVYLASLVRSVIALHNLISNKVAYREAEMKEGEKKDKGKDKGKEKGKE               
>Aque_XP_003391295                                                              
MVAVRVELTCDAYLCCLTHAMSTEREEVMGLLLGEIIEEGEVAVVQVFSLYMMRRLDKQPDRVEISPEQLSSGAIEAEAL
SERMNRTVQVVGWYHSHPHITVWPSHVDVRTQANYQLMGRHFVGLIFSCFEEIDKVSNHTHFN                 
>Aque_XP_003389949                                                              
MHKAMLHENRLLTCDTYLCCLTHAMSTEREEVMGLLLGEIIEEGEVAVVQVFSLYMMRRLDKQPDRVEISPEQLSSGAIE
AEALSERMNRTVQVVGWYHSHPHITVWPSHVDVRTQANYQLMGRHFVGLIFSCFEEIDKGTVSPMASSGLIRLLNILIEE
EKHSYENNQKFSNDELTLLHNGAEEVSLICGMPSL                                             
>Aque_XP_003389870                                                              
AKSYFAEGELEQAFILYNKFATLFIEKLPKHHEYSRAPATEKQRVKKLVKSSFDQALLCKERLKEKYTQEKELFIQRRES
ERAIEERKPDPQLSEPRPQATEAPPTIQIEGEEGGVNDDDDDEGCVSYDDMLLLSNNQPYYYDDDEEEMETGGGGIPTST
EGGKPTSTGGGVPTFIGGGKPTSTGGWVPVDGGMRGDVPTSTGKEESDHVSLTATDAKLSKVLPSIVPQVIERSRSEQTQ
NCQAPPPTNYQAPPPTNYQAPPYQTPPTGYQAPPTNYQGAYQVPPPNQSKNTLKITHIIVPKQMGKADSCETMKEEELFD
ALDKHDLITVGWIHTHPSQTAFMSSVDLHTHYSYQIMLQEAIAIVVAPKYDKVGNFTLTQPHGLNYIGRCSGKGFHTHPK
EPPLYEGCHGNLITPTLREIPWAAVIGLVD                                                  
>Aque_XP_003388015                                                              
MAVAGRSISMFSLITDNILEPGDEVLTFDYLGKRYTADLLPEGTIRGNGQIYASPYAWASYCKNEINPDQKTAIGWGHIR
YRGIKLSQYKNLYLKKHKLCSDQDEVPSDSSRSFGIRKGRRKKVPPDSNTLAEPPPAITRDTIGVLAGGTSSGLLGDHVG
VAVQEAQHQQAALSETSELVQCASFKTLGEVQPFQVVVSSNVLLLMDYHSHLCWSEVLGYLGGLYDPVQKAIQVVQAFPV
CHNPSDSSDVNARTEAAIKEKMVSDGLRVVGWYHSHPSSEATPSVNDVTQQLLYQETVSTSEGEEPCVGFIIGPNLANRR
AEIQSNISMFWVKRRDKMHASPLSVSYTTAWEQYLTQSVADEMNRISTFYRHRQDSINFKAQWKEGVPFAHKLKTSLANV
QPEFPHENSESFFTFIEQLLFRT                                                         
>Aque_XP_003387129                                                              
MSLLHPLIQRQPHPFPYHEPLPEEILEDKAKKWQQLQSKRYSEKRKFGFVEAQKEDMPPEHVRKIIRDHGDMTHKKFRND
KRVYLGALKYMPHAMMKLLENMPMPWEQIRDVSVIYHITGAITFVNEIPWVSEPIYIAQWGTMWIMMRREKRDRRHFKRM
RFPPFDDEEPPLDYADNVLDVEPLEAIQMDLDEEEDSAVYDWFYDHKPLVGTKFVCGSSYRTWNLSLSIMSTLYRLGNQL
LTDLADDNYFYLFDMKSFFTAKALNLAIPGGPKFEPLIKEHQEIGDEDWNEFNDINKIIIRQPIRTEYRIAFPYLYNNLP



LYVHLSWYHYPTVVFIKTEDPNLPAFYFDPLINPISHRHAVKIEEPEPDEDEEFFLPDYVEPILSDTPLYTDNTSNGIAL
LWAPRPFNLRAGHSRRAVDVPLVKMWYQEHCPPNQPVKVRVSYQKLLKIFVLNSLKHRPPKAMKKRYLFRSFKQTKFFQS
TKLDWVEAGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLVVDSHVQY
RLGNVDAYQLADGIQYIFSHIGQLTGMYRYKYKLMRQIRMCKDLKHVIYYRFNTGPVGKGPGVGIWAPGWRVWIFFMRGI
VPLLERWLGNLLSRQFEGRHSKGVAKTVTKQRVESHFDLELRAAVMHDILDMMPEGIKQNKARVILQHLSEAWRCWKANI
PWKVPGLPIPVENMILRYVKSKADWWTNTAHYNRERIRRGATVDKTVCKKNLGRLTRLYLKAEQERQHNYLKDGPYVTAE
EAVAIYTTTVHWLESRRFSPIPFPPLSYKHDTKLLILALERLKEAYSVKSRLNQSQREELGLIEQAYDNPHETLSRVKRH
LLTQRAFKEVGIEFMDLYSHLIPVYDVEPLEKITDAYLDQYLWYEADKRRLFPPWIKPADTEPPPLLVYKWCQGINNLQD
VWDTGEGECNVMMETSFEKLYEKIDLTLLNRLLRLIVDHNIADYMTAKNNVVINYKDMNHTNSYGIIRGLQFASFVVQYY
GLVLDLLVLGLQRASEMAGPPQLPNDFLTYQDVDTETVHPIRLYSRYIDRVHVFFRFSADDSKDLIQRYLTEHPDPNNEN
IVGYNNKKCWPRDSRMRLMKHDVNLGRAVFWEIKNRLPRSVTTIQWENSFVSVYSKDNPNLLFNMGGFEVRILPKCRMMY
EEFTHKDGVWNLQNEVTKERTAQCFLRVDNDSLHRFHNRVRQILMASGSTTFTKIINKWNTALIGLMTYFREAVVNTQEL
LDLLVKCENKIQTRIKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLRWSKQTDVGITHFRSGMSHDEDQL
IPNLYRYIQPWESEFIDSQRVWAEYRLKRQEANAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTDFKQ
YQVLKQNPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRS
GLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVFDQELDAL
EIETVQKETIHPRKSYKMNSSCADILLFASYKWNVSKPSLLADSKDIMDATTTQKYWVDVQLRWGDYDSHDVERYARAKF
LDYTTDNMSIYPSPTGAMIGIDLAYNLHSAFGSWIPGMKPLIQQAMSKIMKANPALYVLRERIRKALQLYSSEPTEPYLS
SQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEE
VAALIRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKVEKLGDLILKATEPQMVLFNLYDDWL
KSIPSYTAFSRLILILRALHVNTERTKVILKPDKTTITEPHHIWPTLNDEEWIRVEVALKDLILADYGKKNNVNVASLTQ
SEIRDIILGMEISAPSQQRQQIAEIEKQTKEQSQLTATTTRTINKHGDEIIVTTTSNYERQTFSSKTEWRVRAISATNLH
LRTNHIYVSSDDIKETGYTYILPKNILKKFIVISDLRTQICGYIYGVSPPDNPQVKEIHCIVLVPQWGTHQSVHLPNALP
HHEYLKDMEPLGWIHTQPNELPQLSPQDVTLHAKIMAENPSWDGEKTIDITCSFTPGSCSLTAYKLTPSGYEWGRSNKDS
SNNPQGYLPSHYEKVQMLLSDRFLGFFMCPAQGSWNYNFMGVRHSPTMSYELILSNPKEFYHEVHRPTHFLNFSNISGES
AESADREDMYA                                                                     
>Aque_XP_003384815                                                              
MERLLQLGAGGLHGIGQPPPGVDTPMMDTAETVYISSLALLKMLKHGRAGVPMEVMGLMLGELVDDYTVRVIDVFAMPQS
GTGVSVEAVDPVFQSNMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALSARAVAVVVDPIQSVKGKVVID
AFRLTDPRMQALGQEPRQTTSNLGHLQKPSIQALIHGLGRHYYSLPINYRKNELEYKMLSNLHKKTWMTGLQLQDFKEIG
ASNEKTVEEMLELAKSYNKALEEEEGMTPEQLAIKNVGKVDPKRHLEEKVDQVLTENITQTLGAMLDTVVFS        
>Aque_XP_003384689                                                              
MASSSSEAARREFEAVNSIQTVPSVDSIYKFSYEEQQEILSKKPWEKDVHYFKDIKISALALLKMVMHARSGGRLEIMGL
MLGKIDGPTMIVMDSFALPVEGTETRVNAQAGAYEYMSLYIESAKKVGRPENALGWYHSHPGYGCWLSGIDVDTQMLNQK
FQEPWVAIVVDPIRTMSSGKVNLGAFRTYPKGHKLADEGPSEYQTIPLEKIEDFGVHCKQYYSLNVSYFKSSLDSHLLDL
LWNTYWVNTLSSCSLLTNASYTTQQISDLNQKLERAEHQGHGGGSFGKPFDKGEKLTKASQDCSKLTGEVVQGLMGQLIK
DQLFNRSIK                                                                       
>Aque_XP_003383797                                                              
MPTSKNPSKVIVHPIVLLSVVDHYNRLSKIGNPGRVVGVLLGSWRKGDAVDVATSFAVPFDEDTRNPEVWFLDHSYLENM
AGMFRKVNSRERIVGWYHTGPKLYRNDMKIHELIKKYCPNPVLVIVDAKPLDQKLPTDAYYAIEEIHEDGTPAVKTFEHV
ASEIGAEEAEEVGVEHLLRDIQDKTVGTLSQRINTQSHALEGLQRHMEQIQGYLEKVLAGQLPLNHPILYQLQDIFNLLP
NLNLEEFTRAFAVKTNDQMLIIYVTSIVRSVIALHNLIGNKVSNREAEKLEEEGGKDGKKDEKKGDEKKSEDKKGSEDKK
SEDKKSEDKKGSDDKSSGKTEKKS                                                        
>Aque_XP_003383703                                                              
MADIPMEEGTEQIVTGGGSSGSVSISIHPLVVMNVSDHFTRVKVQNDTNIRVFGALLGRQKGRSVEICNSYELVVDTTKE
NKLVLDREYFLSKEEQFKQVFADMEFVGWYTTGDTPSTDDIDLHEQICHDRENSLLLKLNASARTDQLPLTIYESLIEMV
EGKTKLVFSGLPYTLATEEAERIGVDHIARVSVTGSAETSAVAEQLSGMYGAVKMLYTRVRLIVDYLRSVRSGELAPNNA
ILRDISSLCNQLPVLDNQLFEKSFQDQTSEVLLVAYLASITKGLGTANEFISKVNVVHNRHGMARRSKGLPF        
>Aque_XP_003383514                                                              
MASTEDLPKGAIGDVARVQVDGVVALKIIKHCQEEGIGTELVKGFLVGLVVGDTLEVTNSFPLPKAIITSKNQSSQYQRD
MLSNLRKVNADYHQVGWYQSTYLGPHFSQVFLESHFQYQLEIEESVVLIYDPLKTTLGNLSLRGFRLTREMLDLLKNNDV
FTPESLQAAGLKHGDMFEELPVVLRQSNLVNGLLHSLAPDDPPYDLLHLSATQHLESHMYLLIDSLESLQQETYKMLGYE
RNYTKQQQMKQQFLLKRKEENARRAKEGEELLPEDDKSIEKELNVKPTHAPPRQQALLTAEQVESQCEEIIDVSGQAFSK
LYLSQMLNQQ                                                                      
>Mbre_XP_001749839                                                              
MQGGMPGMGAPPSDQPTMDTAETVHISSLALLKMLKHGRAGIPMEVMGLMLGEFVDDYTVRVIDVFAMPQNGTGVSVEAV
DPVFQTQMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVIDPIQSVKGKVVIDAFRLINPQT
LMMGQEPRQTTSNLGHLERPSLQARIHGLNRHYYSLAINYRKNPLEEKMLLNLHKRPWDHGLTLEDFEKHSHDNKQAVEE
MLKLAKLYNKSVEEEMSMTKEQLAIRHTGKQDPKRHLAEKIDVLMSSNITQCLGAMLDSVVFS                 
>Mbre_XP_001747398                                                              
MASLDIVTKKPVSGETTVTVHPLVLLSVVDHYNRTSKGTKHRSVGVLLGSWKSPTNLDIANSFALPFEEDLKSPDVWYMD
HDYLRNMFGMFRRVNAKERVVGWYHTGPKLRANDIQISEMLQKFVEHPILCVIDVRPEVSGLPIKAYVAVEEIHDDGTPT



TKGFEHVGSEVGAEEVEEVGVEHLLRDITDLGFSGSLSHRLQQQLDSLKGLSGHLQQVHEYLQMVAEQKLPINHNIMYLI
QEIFNNLPNVSGKDLATSVSNTTSDQMLVVYLASMIRATIALHNLINNKLENLEHEKEGPTGTKKKPAAEESSEDNKESG
KDKAKEKAGKKPAQ                                                                  
>Mbre_XP_001747270                                                              
MATRQPYQKKFQSRDQREQTSSQQAPNSVVKQVTVDALVVMKIIKHARENPHEPVRGPLLGLSQLADASKPGEDALLEVT
NCFPTPRVSDDDDDSIVQQYQVQMMRWLREVNVDHMNVGWYQAADMGTFFDEDVAAVQFQHQRHMAESVVLIYDPVLTLQ
GTLSLSAFRLSNKAMELFSTDSFNPKAVREAGLTYRTVFEKVPVTIRASSMARLLIPELSANLDQSEIFDRMDLNATSFM
SRNIKLLMEGIDDLSQEAYKFQQYHRNATKAKASLDAQLEARRAENEQLRAKGLPEKSEAELVANHKTPTPPSRLGSLLV
TAQINTFCKQVSDFSGQSFGKLYIAKATQPEAEE                                              
>Mbre_XP_001747121                                                              
MAFNAGASGMPPTPPSDEQLEAKARKWRQLQSKRYSEKRKFGFVDTQKQEYPPSVIRTIIRDHGDMSSRKFRHDKRVYLG
SLKYMPHAVLKLLENMPMPWEQIREVPILYHVTGAITFVNEVPFVIEPVYIAQWGTMWIMMRREKRDRRHFKRMRFPPFD
DEEPPLDYGDNVQDVPPLDAIQMELDEEEDAPVYEWFYDHKPLLDTGLVNGETYRKWTLPLPIMSNLQRLAGQLLSDLTD
NNYFYLFDLKSFFTAKALNFAIPGGPKFEPRFRDDGITDDDWNEFNDINKIIIRHHIRSEYRIAFPYLYNNMPREVHLAK
YHSPTVVFIKSDDPDQPAFYYDPIINPIANRQANNLDEIEPEDEEFILPDEVEPFLAETPLYTENTANGITLLWAPRPFN
LRSGFTRRAQDVPLVNTWYQEHCPTGQPVKVRVSYQKMLKIFVLNSLKARPPKPCKKRSLFRSFKQTKFFQMTRLDWVEA
GLQVCRQGHNMLNLLIHRKQLNYLHLDFNFNLKPVKTLTTKERKKSRFGNAFHLMREILRLTKLVVDSHVQYRLGNVDAF
QLADGLQYTFAHVGQLTGMYRYKYKLMRQIRMTKDLKHIIYYRFNTGPVGKGPGVGFWAPGWRVWLFFLRGIVPLLERWL
GNLLARQFEGRVSKAVAKTVTKQRVESHFDLELRASVMHDILDMMPEGMKANKARVIMQHLSEAWRCFKANIPWKVPGLP
TPIENMILRYVKSKADWWTNTAHYNRERIRRGATVDKTVCKKNLGRLTRLHLKAEQERQHNYLKDGPYVSAEEAVAIYTT
TVHWLESRRFKHIPFPPLTYKHDTKLLILALERLREAYSVKNRLNASQREELGLIEAAYDNPHEALMRIKRHLLTQRAFK
EVGIEFMDMYSHLVPVYDVEPLEKITDAYLDQYLWYEADKRKLFPSWVKPSDTEPPPLLVYKWCQGVNNLQDVWETAEGE
CNVMMETSLERIYEKMDLTLLNRLLRLVVDQNVADYMTAKNNIVINFKDMNHTNSYGLIRGLQFASFIVQYYGLVIDLLV
LGLNRASEMAGPPHLPNDFLTFQDVATETSHPIRLYSRYIDRIHMFFRFTAEEARDLIQRYLTEHPDPNNENIVGYNNKK
CWPRDARMRLMKHDVNLGRAVFWDIKNRLPRSLTTIEWENSFCSVYSKDNPNLLFNMCGFDVRILPKLRAQAHDFKHQDG
VWNLQHEITKERTAQAFLRVDEDSLQKFHNRIRQVLMSSGSTTFTKIINKWNTALIGLMTYYREAVVNTQELLDLLVKCE
NKIQTRVKIGLNSKMPSRFPPVVFYCPKELGGLGMLSMGHVLIPQSDLRWSKQTDVGITHFRSGMSHDEDQLIPNLYRYL
QPWESEFIDSQRVWAEFALKRQEANAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTEFKMYQVLRNNP
FWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRAGLNQIPNR
RFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVFDQELDALEIDTVQKE
TIHPRKSYKMNSSCADVLLFAAQKWPISKPSLLADPKDQMDMITSDRYWLDVQLRWGDYDSHDVERYARAKFLDYTTDNQ
SIYPSPTGVLIALDLAYNLHSAYGNWFPGCKILMQQAMAKIMKANPALYVLRERVRKGLQLYSSEPTEPYLSSQNYGELF
SNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLSQLAKWKTAEEVAALIRSL
PEEEQPKQIICTRKGMLDPLEVHMLDFPNVVIKGSELSLPFQACLKVEKFGDLILKATEPQMVLFNLYDDWLRNISAYTA
FSRLILILRALHVNVDKAKIILKPDKTTVTEPHHIWPTLSDEEWIRCEVALKDLILADYGKKNNVNTTSLTQSEIRDIIL
GMEISAPSQQRQEIAEIEKQTREQSALTATTTKSTNVHGDEMIVTTTSNYERSVFSSKTDWRVRAISATNLPLRTKHIYV
PDHDITESGYTYVLPKNILTKFISISDLRTQIAGYMFGVSPPDNPQVKEIRCIVMVPQTGTHQMVDLPNQLPEHEYLEEL
EPLGWIHTQPNELPQLSPIDITTHAKIMADNESWELDKTCIMTCSFTPGSVSLSAYKLTPGGFEWGRNNKDTKSPNPQGY
SPSHYDKVQMLLSDRFLGFFMTPVESSWNFNFIGVKHKASMRYTLQLANPKEFYHEVHRPSHFLQFSKIEEEDGTDGADR
EDMFS                                                                           
>Mbre_XP_001746392                                                              
MSAAPGTDRSKLQYNPESVLLRCLVECRLVTPGQRQLRLDHGPFQYAADLSPDGLVTCANRVFASLTDFVAHCQREVATE
LGPAQLDPWASVRHLGTPLAELVTNCPPTARASPCLNSFFYPVLPESKAWQLYQSWRDHNHPPHLRMHTQQCTVSQALTQ
LLPASAKRLSAVARADGSSVPPGTDARPQLKHLSRSSIASRLSIPLPVPRASLNSDSAVPSAPLPLRSTPSEPRQSDTPP
GTVRSGTSANSNPRARPSSIVLPAPRVGLDQVPIPVLTPADKPPPSTMSATPTASDEKARIVATSHSPQSPSAPDSLKAN
AVESPVPDSKAAQTGLGEQVDDSPSVEAHPDVIAHPQDEREADLKDDFKRPSKDESKDASKNDLKDDVENDPLVDTTADL
EASVKSNPADSSEASQPDSGSLAQDGPQKACSQAESKNRGAPEPEVEYCDTVHSEIVADPNTVTSGFIMHATPDAWCDGF
SAKEDFVYPDTQHRPLYFQCINSPRSYNCPRSLCPLRLATTQDVDLHMRARHGCTLSSTKVANTKIVRWNKPSAKTVIYR
IFDQNRRPFPFHDLYGRRIDTPSYFTDHPELFAPADQDEHAPPNRSLRSAPKTGQPETPGSGHAAKRAKTNGTRASAMEH
PPNCRTIAPSREYELVKQMMSFLLSSLFLLSLSLSHSLSLSLSFAPFFLSAFEKFDVSLPFMFTTDDQTWLAPDKLYLSS
GCKARMQDRLNALARLEDALDASDVAAWPVLVGKGGSHHQTRLPIRLAVLKSRRQTQYNPYTLIECNRFDENVHVCPFRV
QVDGGALLLMEFHSHMATTEIIGFLGGTYDAKNQLLTVSLAVPCAAMEEDAFQREQSVEMAPESGDRARHLIEKRGMTVV
GWYHSHPAFCPNPSLRDIENQQSFQQFLTKDTDNEPFVGIIAAPYHRLQSESASEKHAREAATLGDIRCFWVDRSHATEF
HGTAYGTPMHLDYEVLVQEQIDDHLFADLINLCNYYEVYASRADMSTAVVDGMSRLEKLRSCLIQRLPQTLSKSVRDDVA
SRLTSLLNMADTLAQFGDDRLPSAQPSETPMPQPKTEVVTDVGSTDTPPADKMEVVS                       
>Mbre_XP_001745862                                                              
MDVDDLLVVASDGGLSALLHPLVILNISDHLTRRRAEAKSHNVTAYGALFGKQAGRVVEIFNSFELLLADGIWDLDFLNT
RTEAFKRIFKDQDCLGWYATGSHVTADHLALHRQLLGLNEAPFFLLLDDQAQATREQLPITIFETIVELKDDEQHIHFAP
TPYKLASEEAERIGVDHIANVSASAVGGQISAVRQQMQTHASALLMLQERIDVICDFLADIDAGKVQPSPALLRNIKGIC
SRLPVSQDPRLRAALLMESTDTETVNLLALMTQACDAIKQLTGKMQTIHPGAGKTHFASMMM                  
>Mbre_XP_001744776                                                              
MSSDLHLEGIAPRMRVLPVVYFSILDYHLRREARWEETTVIDPRTNQEEPRRNCKPINDRVIGCLLGTRTGNSVEVTNCF



PVGHEDKEDTVDIRLDYFESLRALHAQANPNEEIVGWYSTGPELQHERSIFIHRTLCEDSMNDVHLWIDTSLDTGKLGIY
AFTTASEGVPRLVDEEQDIYMPDQTFVPIACDVLVHEPERVALGLLNKGLEGGSSVKLVSDLNHVAEATTNLQDKIQDAL
TYVDKVLNGSVEADERIGRYLRDTVAAVPKIDPDQFEAMFNDTIQDLLMVGYLSNLAQTQVAIQDKLNDALATEI     
>Mbre_XP_001743582                                                              
MSVPLPKRTSSSANGMSASSEPLSKEAKMALDNFIQSNGIEAVDDIYRYDRDAHNAQVMAEGYKQDVHYFKKARISALAL
LKMVMHARSGGKLEVMGIMQGKIDGDTMIVMDSFALAVEGTETRVNAGDAEAGYMVTYMEMIQRVGRHENMLGWYHSHPG
YGCWLSGIDVATQSTNQLHQDPFLAIVVDPVRTAASGKVELGAFRCYPPDYVPKDAPKSEYQTIPSDKIEDFGVHANAYY
PLEVSYFKSSLDDMLLRSLWNQYWAATLASSPLTTSAAYIDGQLADVATKSQQQAESSLSGPMRSLTMWIEPKSKKGVDD
LTKLIQDSSKVAMELSKGTMSQHLKEQLFNTNFASPS                                           
>Mbre_XP_001742593                                                              
MTDHGLKHAKMRLRQLRIDVDRELAFYNVYKTWPSILRLSHDLLRKSLSNDTLSVHSPTYMVRPVERSYKGLLMAAFFVG
ANAKVKAVKPEEVEQYQRLVPQLQEVLAKAEAMRTDLLSRYEREFQAMQQTAARAASHGKLQPSRVFPIAPPLPLGPGDP
LAAVKGNTDSIAKTPPASVPTATAENDLSLQQRLLALQPERSSSSKFSNIEEPLRASSPPTQTTHVGHGGNHAGDLLSTR
IPPTSSETPAPAPTSFPASAVPKRTLDELYASMGDLRLKSNPLEQYHDAIRQPTQRQIMQEQALQRLREGEEASPAIDGH
LTHQHQIPSSVDSPYQASTATNNTAAYPVYPATAATMHMAPDHSPQCYWPRSSTHMPSYASYGPSSYGPSSYGPSSSTPA
LGYYNMSAPTNFPLPSSAMTPASLSPRDARPGLVQTGTQASVLGCPHGNSTGPVVPRVVEDDPKLARIAYDPILFDQFLT
HARGNSERDQETCGILAGRLQADGSFLLSHVLIPAQSGDANGCQPTEAGDEALFGYQDEHELLTLGWIHTHPSQTAFLSS
VDLHTTLSYQLMLPEALAVVCSIKYNDIRLFRLTAQGVTEVLECQQRGHHPHSAQGLFVDSGHTIQRQMPDLVQRDRETE
RDKRETERQRDRETDRYMYILRRLTVTMRATTVACLMAALAASACVSAIDMNLHVMTDKADEGALCLDGSPGAFYHSPAA
SSDDTNKWIIFFQGGGWCYQEVNTVISSYIRCPGTLSPPASHQFCNYNRVQLSYCDGASFSGDRTDPIIVNGTKLWSRGH
RILDATLETLMDMGLVNATDVLLSGCSAGGLATYLHTDYVHEYLQKKLPNLQRFKAASVSGFFLMHNTTENKPVYPDEMK
YVFSMSNATNGVNSDCIADKSDEDKWQCIFGPETYKYIKAPIFVLNSALDSWQTGCIYTSEYVAANSTQNGACAAAPGWG
SCSGNPEDCTTDQIPAMIQYENDFVKAFDVPTSQAAGNGGFVYSCHTHCAASSNSYYTQFAINNVTMEQAVSSWWNAPVT
DPASAHTYTPCTYNDKLPYRCNPTCGSN                                                    
>Sros_PTSG_00100                                                                
MSSASKSAAAGMPPSPPSEEQLQEKARKWKQLQSRRYAEKRKFGFVDPQKEDMPPSQIRVIIKNHGDMSSRKFRHDKRAY
LGALKYMPHAVIKLLENMPMPWEQIRDVKVLYHTTGAITFVNEIPWVIEPIYIAQWGTMWIMMRREKRDRRHFKRMRFPP
FDDEEPPLDYGDNIMNVPPLDPIQMELDEEEDSAVWEWFYDHKPLVDTRMVNGPSYRKWYLTIPIMATLFRLSGSLLSDL
LDDNYFHLFDAKAFFTAKALNVAIPGGPKFEPLFRDLNPADEDWNEFNDINKIIIRHSIRTEYRVAFPYLYNSMPRRVYL
CKYHTPPVVFIKTDDPDLPAFYYDPIINPISHRQAVRATDTFDESEEFFLPEEVEPFLAEAPLYTDRTAAAIALLWAPRP
FNTRSGYMRRAIDVPLIKTWYQEHCPAGQPVKVRVSYQKMLKIFVLNALKKRPPKPCKRRSLFRSFKQTKFFQSTTLDWV
EVGLQVCRQGHNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLLREILRLTKLVVDSHVQYRLGNVD
AFQLADGLQYTFAHVGQLTGMYRYKYKLMRQIRMCKDLKHIIYYRFNTGPVGKGPGVGFWAPGWRVWLFFLRGVVPLLER
WLGNLLARQFEGRTNKGVAKTVTKQRVESHYDLELRASVMHDILDMMPEGVKANKARVIMQHLSEAWRCWKANIPWKVPG
LPTPIENMILRYVKAKADWWTNTAHYNRERIRRGATVDKTVCKKNLGRLTRLHLKAEQERQHNYLKDGPYISAEEAVAIY
TTTVHWLESRRFKHIPFPPLTYKHDTKLLILALERLREAYSVKNRLNSSQREELGLIEQAYDNPHEALMRIKRHLLTQRA
FKEVGIEFMDMYSHLIPVYDIEPLEKITDAYLDQYLWYEADKRKLFPAWVKPSDTEPAPLLVYKWCQGINNLQDVWDTSE
GQCNVMLETRFEKLYEKIDLTVLNRLLRLVVDQNVADYMTAKNNVVINFKDMNHTNSYGIIRGLQFASFIVQFYGLILDL
LVLGLNRASEMAGPPTLPNDFHTFESVETETAHPIRLYARYVDRIHMFFRFTAEEARDLIQRYLTEHPDPNNENIVGYNN
KKCWPRDARMRLMKHDVNLGRAVFWDIKNRLPRSITTIEWENSFASVYSKDNPNLLFNMTGFDVRILPKIRATFNDANHR
DGVWNLQNEITKERTAQAFLRVDEESQARFHNRVRQILMSSGATTFTKVVNKWNTALIGLMTYFREAVVNTQELLDLLVK
CENKIQTRVKIGLNSKMPSRFPPVVFYCPKELGGLGMLSMGHVLIPQSDLRWSKQTDVGITHFRSGMSHEEDQVIPNLYR
YLQPWESEFIDSQRVWAEFALKRQEANAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTEFKQYQILRN
NPFWWTHMRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKACFRTTTELLLASGDIVRASDVRVG
DKLMGDDGTPRNVQHVVTGLSRLYEVTVASSDVEPLVVTGNHILCLKPSAHLSVDEQQEEVARKLKAAALRAATAATGDA
SVNGAAMPQAQQPQDSTLFEMTVEEYTQLPEAVQSNLLMYRQVVSLGEAGTHAEAGECTTYKIAAVRQLEQPEPYVGFFV
DGNKRFLRADFLVTHNSGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLK
ISLIQIFRAHLWQKIHESVVMDLCQVFDQELDALEIDTVQKESIHPRKSYKMNSSCADILLFASQKWPISKPSLLADTHD
VMDATTSDRYWLDVQLRWGDYDSHDVERYSRAKFLDYTTDNMSIYPSPTGVLIAIDLAYNLHSAFGNWFPGCKVLLQQAM
AKIIKANPALYVLRERIRKGLQLYSSEPTEPYLSSQNYNELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIF
NPRTGQLFLKIIHTSVWAGQKRLSQLAKWKTAEEVAALIRSLPVEEQPKQIIVTRKGMLDPLEVHCLDFPNIVIKGSELQ
LPFQACLKVEKFGDLILKATEPQMVLFNLYDDWLRNISSYTAFSRLILILRALHVNIDKAKRILRPDKTTITEPHHIWPS
LSDEEWIRVEVALKDLILTDYGKKNNVNTASLTQSEIRDIILGMEISAPSQQRQQIAEIEKQTREQSALTSTATKTTNVH
GDEIITHTTTNYERAAFSSKTDWRVRAISSTNLPLRTKHIYVNDDISETGYTYILPKNVLTKFVVISDLRTQIAGYLYGK
SPPDNPQVKEIHCIVMVPQYGTHQSVTLPTQLPDHEYLDDLEPLGWIHTQPSELPQLSPIDVTTHARIMSDHEEWELDKT
CIITCSFTPGSVSLTAYKLTVSGFEWGKNNKDKSGNPEGYSPQHYEKVQMLLSDRFYGFFMTPAEGSWNYNFVGAKHKTA
MRYSLQLANPKEYYHEVHRPNHFQSFGALEESAEEYAADREDMFA*                                  
>Sros_PTSG_05168                                                                
MEQLLAQLQMASGQNAGPAVDRPMVDSGETIHISSLALLKMLKHGRAGIPMEVMGLMLGEFVDDYTVHVIDVFAMPQSGT
GVSVKAVDPVFQTKMLDSVAITYYVVMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVIDPIQSVKGKVVIDAF
RLINPQSIALGMEPRQTTSNLGHLQRPSVAALVHGLNRHYYSLAINYRKNELEQKMLLNLHKQSWEYGLTLEDYEHHCQA
NEKTVKEMLDLAKLYHKSVEEEMTMKPEQLAIRHHGKRNPKRHLKDKIDVLMTSNITQCLTAMVDAVVFK*         



>Sros_PTSG_06437                                                                
MADEEAAALAKFEDANDIAVVDDADQVYAYDADKQREEMRAEPWLSNPSYFTKVRISAVALIKMVTHAKTGGRLEVMGIL
QGKVDGDTLIVMDAFALPVQGTETRVNAGQAEYAFMVQYADLGSKIGRYENVLGWYHSHPGYGCWLSGIDVATQLMNQQH
QDPWLAIVVDPVRTQVAGKVELGAFRCYPKGHEPSKTSDASEYQSIPLDKIEDFGVHANSYYPGGVVLSVQP*       
>Sros_PTSG_07534                                                                
MSSQLLRAGTITRVRVNPVVHLTVLDQYLRQASAVKRVYGVLLGTYVVNTLNITSCFAVPVTETEEELSIDPHHLEVMKT
LHEQANPSEMIVGWYASGTEDLGADTSLLHASFESATEMENLMYMFLDTSFPGDKLSVKAFQPIECTLKMDEEGDEEEAA
AEVEPTSRSFLFTPVPCEVLAYDSDRVALNALNRSLSATSAVTPLKSKLEGVMQSTDKLLAMVDKALNYVTQVHTTVFVC
M*                                                                              
>Sros_PTSG_08845                                                                
MASNLTVLDRVDRKPETGKTTVTVHPIVLLSVVDHYNRACRGTKNRAVGVLLGSWKENDTLDVSNSFAVPFEEDAKSPDV
WFLDHDYLVNMYNMFRKVNAKERIVGWYHTGPKLRPSDIKIQELLTRYVAHPVMVIIDPNPTTLGLPTKAYYSVEEIHDD
GTPSTRTFEHIASEMGAEEVEEVGVEHLLRDITNLGISGSLSHRLQHQLASVKGLYGHLKEIEEYLSLVAAGKLPINHAV
LYHLQDIFNLLPDLDASALSAALTTATSDQLLVVYLASLLRSTIALHNLLDNKIENLDAEKKAAEKEEKEKEKKEKEEKA
KADKAKEQAEKETHGGGDDSTKKQGDKKESSDA*                                              
>Sros_PTSG_09365                                                                
MSAKQQQQQRQDKPASAYTQEQRVQCVVVDALVVAKVAKFARDSPGNKVMGSLLGMQNQFNLEVTDCFVIPDMKKARAND
DGDEDETGGTEMDSERMQQFKDNMLNAMRAVNADFDEVGLFQICDARSLFDQTLISNLLEYQSTMSAAVILAYDPTLVEE
DTLSVRAFRLSDVMLKFLGQQRGDQPLSIGPDELKVDNKRLTSSDIFEEIPMTLHTSVLARAAIPELISQTKQDSSFEEL
DMSLESFLEDNISAMMNCIDELSDEAAKYHRFKDSAGRNQDIAAFYREFKDKNTRPPTMRELQQNFPDEHLETPTGVQPL
LINSQISAYCDHLAKFSSQGISTLYLTETPNAVKSGAPAQEQDNEENAAQASA*                          
>Sros_PTSG_10083                                                                
MSAMDVGRDDESQAATLSTDADTSLVVDGHAAATSLIQLHPMVILNISEHYTRIRMNQEDPRQTPPVLGAIYGTQSDRKL
ELCTSVAWATQDDGSLDTMLQLQLDEAVKRNFDNYELLGWYSIGTAPTEAHVTMHKKVCELTDSPLLLLLDPKQDVAGEA
LPVALYETFMEVRQDEQQLKFLKATFTIVTDEAERIGVDHIAKSGMHAQANQSQVEMQLTGQYNAIKMLSQRIAVIRNFL
CAVKAGEVAAPRHVLRDLASLCSQLPVGAQDTLQSTLMKEMVDTTLAASLTEVTKALNTVTEMAQHASACKPRTKAVTHQ
RLF*                                                                            
>Cowc_CAOG_01733                                                                
MEMMQQMMMGGRHNQDMAGERNAADTAETVYISSLALLKMLKHGRAGVPMEVMGLLLGTFVDDYTISVIDVFAMPQSGTG
VSVEAIDHPYQTAMIAQLKQTGRMQDVVGWYHSHPGFGCWLSGVDVETQQSFEKTHRRCVAVVIDPIQSVKGKVVIDAFR
TIDQQLVILGQEPRQTTSNLGHLHKPSIQALIHGLNRNYYSLPINYRKNELEQKMLLNLHKKSWSDALTIKDYHQHDKTN
SEKVEAMQDLAKQYHKLVEEEDKLTQEQLAVKHVGKQDPKRHLQEEVDTLMTDNLVQCIAAMLGSRCFSERGEHGHSHDG
HSHEAMDTRTDGASDHIVV*                                                            
>Cowc_CAOG_01890                                                                
MAPTRTTKDVASSAKDKPIEDVPASSASASGSGADGANDLTVPAPLVSATAHLPKSVIVHPLVLLSAVDHFYRVSKDSRK
RVVGILLGQRTGDTIDVSNSFAVPFEEDERDPSVWFCDHNFIESMHHMYKRIAAKEHIVGWYHTGPKLRTNDLAINELLQ
RFVPHPLLVIIDVEPKELGLPTSAYMTVEEIHSDGSPTSKTFEHIASEIQAEEAEEVGVEHLLRDVKSSTAGTLSERITN
QLASLRSLLSHLSDIHGYLDKVATGALPMNHQITYQLQDIFNLLPNVTVDELVSAISVETNDQMLVVYVSSLVRAIIALH
NLISNKLANRDAEKKTEQSIARSLEDTISSGGKTKDGPTAKA*                                     
>Cowc_CAOG_02163                                                                
MMETSDALPTSSSTATTTTTATSTSAANVIASNVKSSLQIALHPLVILNISDHWTRTRAQHSVANPSVFGALIGTQNGRN
FEIFNSFELVVRNEPTGSGAGPEAMQTDNDSSSSSSSAAPTSSEWVVDVEYFRRKQEQFKKVFANYDFLGWYSTSKSVCE
LGNETPLYLQLNPAGTATAKDVPVSIFESVIDMVNGQPQMLFIPVSYRVESGEAERISVDHVAKSSGGDTPNVSSVSAQL
GVQHSAIQMLYQRIDVIRNFLVAVQQGSVEADPALLREIASLCNRLPNLDSPDLAEERLRECTDVMLISYLGSVTKGCQA
LNSGPRKSLQSYQTGSQRWQRQAALPR*                                                    
>Cowc_CAOG_03595                                                                
MDADTSNARATFELSNDMTEVSSLDQVFRFNQQEQQQLLQSRPWTKDPHYFKKVKISAIALLKMVMHARSGGNIEVMGLM
QGKIDGDTMIIMDAFALPVEGTETRVNAAAEGYEYMVDYMTVIKDVGRLENAIGWYHSHPGYGCWLSGIDVGTQSLNQQF
QEPWVAVVIDPTRTISAGKVELGAFRTYPQGYTPPNEGPSEYQTIPLNKIEDFGVHCKSYYALETSYFKSSLDHKLLDLL
WNKYWVNTLSSSTLLTNMEYTTRQIADLATKLESLEHKGTKYQVPGSTDSKKEDELSKITRDSSKMSIEAVHGLMAQVIK
NALFNCLHHHQHGPQGSEHTHAPASLPSSTSAAMEHS*                                          
>Cowc_CAOG_03787                                                                
MSRRANKKEEQYQQQLAAAAAAAAAAAATPNKITHVQLDGLVVLKIIKHCRESLPDLVNGQLLGLVQDSRLEVTNSFATP
ASRSNDGEADQEADQYQTDMLRLLRAINVDYLLVGFYQSTYLGSFLNTTLIETMFDYQREIEEAVVLIYDPLRTTQGSIS
LKAYRLTQAFMDLFKDQGFSADSPKLNGLTHETILEEVPIQIYNTHLANALLLEWESTHADDMFERADMPTTTLLEKNLD
LLIDAIDDLNAEQNKFSAYQRTLSRYQQSLSMQLQKRRQENEARIAAGEQPVSEADILSANRAPVPPSHLDTLLYTNQIG
QYCKQVNQFASAAFSKLYVAERLQK*                                                      
>Cowc_CAOG_03845                                                                
MDVVGDASEDDLDEEHDHDHDGQEAQDDDNNGDDDDDDDDDGDGDDEEASPRAGRRRAAAAVAAKPNRTRAKPTRRGGRV
KVEHDEDANIQSNPHASNEVDANSEALSGGRSSGGVGKKPAPAAAAASAPAPAAAAAARRRSRTTSTSSTKSPTAGSKSS
TDADASGSEAAPVPTPAVSSAQRGRSSSTRKKRSTSTSSTGARTDDDDPSRKTPPRKKVIEEADTDEDIEVADDDDVLPV
AAAIRPPAPASAPAPAPAPAPAPAPAPAPATIVVPAPISAVSPEMTTAVVDTAVQPPASSAAQPMDTAPLAPAEASAATV



AHETAASPAGSAVSAIPTPSTTQPTFQSSSQAADSHPAYRIEHPYTRKHRLSESVDIAELRADLAGISSEQQAKKARPDD
MDDLENDNQDGDLDDDDDDDNGDDIGDDDIDDYASSTDDEHMEIEEVAWKAVRAAAAKAGVTDMDTIATAAAAAAAAAIS
TAVKEEQQAAAETAAAVSVAANSPRAPARPSTPFSAVKPEGVVKQEAPIESAVPATSSLSASLSAPAVATGTSAPSVPPA
PVPPPVSHPPVRRAAAQKNIKNSSGGHTICHDPEEQRRNELHQQELQLQQFQQQQQQQQQQLQQQQQLQQTHHHHHLQQQ
QQQEAQQDTQPDGHRVIKADTNEDALNHHGHRGNEGVDDQLPDVWPEITIDRNAAGEFEKRANREFFLGRKGKTEERYLH
IRNYIIDLWERRKPNYVTQTAVRPGLKSCGDVNAIGRVHSFLERAQVINVGAVHAVPVRQKPGGGIAIPSLDVIRAGLEA
AGGDENAAPKPPAAPKPASAPKPKAAPAHHQSHQHDHSSRRDRVVIAEMGGAASDSDSDDRHLVSTALDVGLGADGSTTA
VVLAGARRRRVRDQRGIWVDEREMEGRTIDEEARRREQDLKEAQRLQRQEKTAAYHAQVAQQKLLKKALRQQGTGAENYP
RYSIYSPPSSGFGATPSLEDMQYEGSDPFLLVPCREYSTPAPASLSHLLSASLQHSLESLSPHAPARAQVAPLPPFRVRI
ECNPLLVMDVHSHIAQTEVIGLLGGNFDADADTLSITTAFPCHSQHSTGMQCEMNPSSELEARDHFAARGLSVVGWYHSH
PTFAPQPSKRDIETQTNYQTLFASNGREPFIGVIVSPYEPRATTDVSGLNVISISKEWDDHHEFRLPYACSYMIVPSVGS
PMEVLPTFANLMERYKDYSDRVDMFRVYRGIENKTCLDKLLGSLSNRLLSLVADSDRELFLNQTRVMFGKASLALHAAKL
GSVATLTAESLLSGTALISSSPAAPRRLVPTSSSHVELQDEDLDDEDFLEDDEDDDDDLGDDDDDDDDQDDDDDDDDDAA
DDHGRKNGPASSVGGNFHSLGGLAGSSSSSHHTLYHQAMLHQQQRHQVLMASGDADIDDLDDITRLEREEDEAATVAAAA
AALARAAAAGEPGDATSALEHDETLLHSTLPPASAIAMAIDATHPGTHDDISQFLNGA*                     
>Cowc_CAOG_04243                                                                
MATPSGAGSGVASASSSSGHSSRLNSISSLSGSDSGIGAEVFVDPIKLLNQRAADVPRPRNFAQMVHVLHSLMSQANVYM
SENRLEQAYVLFMRYTIIVLELSRSFPEAKASPENKQKAMKYFAARHEEEQKNYIVQKQAEALARAKQEADDAKLAREVL
SQDAQLFREEQRRDRDSRMGTRREPSEARRSTNTRSIPDFSVVVGNRPVPLPPADPAISGTYQPSITSSSAPLFQDPSQQ
SQPLSRSTSMYALNRPPPPIPTTGPSLSTSQSQLLLPTPSIDRSAKPFLGGQASDDPDGGSRRSSRAPSPRMSPSPSVHS
LTELTVPIPLQPAANSAGTAPPPVPRSAKPTLSGQFEMFNETRLVSVPHDTMSTFLALAQSNTDRNLETCGILAGHLKNS
VLSITHLIVPKQSGTADSCTTSNEEELIDFQVAEDLITIGWIHSCFMSSIDLHTHCSYQLMLKESIASRLLSNAAFVLTQ
PHGLEYLQGCDKKGFHPHMEHPPLYEQGGHVTFDSQRGVKIVDLRKL*                                
>Cowc_CAOG_04663                                                                
MADGPIFLNERGLSLEVRVQPVVLLTIIDHFTRRNENQKRVIGTLLGSVHDGIVEVSNCFALPHMDAAADVHLDLAHHKL
MLRLHKRIAPREQVVGWYTTGDEITSHSVTVHTQFYSDLTASPILLTVDTAMRGGKLGVQAFTGAPLGTSDRPGGVVFAP
VKCEVKMFEADRVGINLLQRTRAAPNRATPLLTELDTLEASIIKLQSHLATAVAHVEKVLAGKVPSDAELGRMLSDAASS
VPKFEAAQFEKLFNSNLQDLLMVMYLSSLTRTQLSIADRLNSAVF*                                  
>Cowc_CAOG_06491                                                                
MIPTLARCVLSADAFRTCFTHALASEHEEIMGLLIGELTVSEAGEDESHIHSVCLFKRSDRQKDRVEISPEELAAATTEA
ERLSGIADRDLRVLGWYHSHPHITVWPSHVDVNTQAAYQQMDKNFVGLIFSCFHTEPNKANRLQVICFQAVPEPSYLSST
GSGKFVSREVPLQVVSPNGLTASFSDSLSLLASVMVEEERDLYSPANQSPETVEEIMNAIHNGSVFTKSMTGIAENLCIP
LIRVLEAQLGRNHQRMLELNRLLDSPESGGQLLDMSDVIQ*                                       
>Mvib_comp128811_c0_seq1_fr2                                                    
*RGEPMRDDSQAQPDSLLHSEHSQHSLSNIAPNSTSATSATAPSSSSSRLKHQTTSDYVRLNDAVHNPHQLLRCARYGTP
GSEVFGKQPFTIDVAATALLVMDFHAHLAHTEIIGLLGGLWDPIAQHLIILEAFPAKALRMDCNEGSINVEMDPEAQVEI
TETIGARHMRVVGWYHSHPTFPPVPSSRDAENQNNYQVRGDGCATERSTKTSVCVCVFFFFFF                 
>Mvib_comp3204_c0_seq1_fr4                                                      
FTMLERALLSASALELCFTHAQTTNKEEIMGCLIGTVSDNEVRIYSIRVFERSDRKCDRVEIPAEVLTSVVGEMEELEQT
TGLATRVVGWYHSHPKLTVWPSHVDALTQAQQQMLDHTFCGLIFSVFRSEPSLMEHVYVTCFQAKQCDAGGYEAVQIPLE
IFDSSARDSLFQPTALTQLLQALVNEERALFLASRHSLDAENPDTSIVAFQNGLVFVSALTTMLQKVHGLIARVLEERIA
ANRARLATLDRAIACQRARLSAARGARGLPF*KPVA                                            
>Mvib_comp6928_c0_seq1_fr4                                                      
QGQGTVVSGVLEEKRFKKGHSSVSIHPLVLINVGDHFTRVMMRGERTGDEKPFAAGALLGVLMDRKVEIFTSYELVIRSQ
AEMGDESHTLDREYYAAKKEQFSQVFPDYDVLGWYSTGEAVGPRELAIHQQILKCNESALYLQVQPQSESTSTDLPMTLY
ETILDTSLELPRVFLSPTAYKIETSDGEKIAVDHVATQLGQESEGTSTVNQFLSKQFNAIEMLRSRLSLITAFLADVRAG
RVATDPSDVTATERLQAIVREASLLAGRLPAATNPAALDQEQLTMTNDVLLTTYMATMTNGCNHIRRLVEDFSVVNERKM
MPSHPIHTMSVADLH***KI*KMKRPVT*KMNMHNAEHQCITIIHLW                                 
>Mvib_comp14869_c0_seq1_fr4                                                     
KFSKMDSRIAEKQFVAENAMELVGHPDDIFRYSTEEQQKILQEKPWTTDPKHFKKVKISAVALLKMIIHARSGGNIEVMG
LMQGKIDGDTMIVMDAFALPVEGTETRVNAQAQAYEYMVQYMSLIRESGRCENALGWYHSHPDYGCWLSGIDVGTQTLNQ
QFSEPYLAIVIDPVRTISAGKVELGAFRTFPKNYVPPAGEASEYQTIPTDKIEDFGVHCKQYYALEVSYFKSSTDTRLLE
RLWNKYWVSTLSTSPLLASDAYTTSRVGDVARKLEQAEADSRNAPPLMAMRAAGAELTPAKDREDISELAKVTQDSTSTA
MTVLQGLMGHAIKSALFNGAPI*KLLL*I*KG*NSVDLLLFLKKKK                                  
>Mvib_comp4357_c0_seq1_fr5                                                      
FTQVTQHFSYIHRLYTMMNPMMMGRGGMPQPGQDTPLVDTAETVHLSSLSLIKMLKHGRAGVPMEVMGLMLGEFIDDYSI
KVVDVFAMPQSGTGVSVEAVDPVFQTEMLEALAMVGRPEIVVGWYHSHPGFGCWLSGVDINTQQSFEQLNDRAVAVVVDP
IQSVKGKVVIDCFRLINTQMLVLGQEPRQTTSNLGHLHKPSMQALVHGLNRHYYSIAIDYRKNALEQKMLLNLNKKNWTA
GLSLLDYTKHSQNNTDAMSELLALSKAYHKYVEEEETLKPEEIAIRNVGKKDPKRHLAEQVSALMTSNIVQTLTAMLDSV
VF*NSLL                                                                         
>Mvib_comp4432_c0_seq1_fr5                                                      
FFFIMSPSEETSAGDTAVTVAHAPFNGPETIAVHPLVLLSVVDHYERVAKNSNRRVLGILLGSWQDGTLDVSNSFAVPFE



EDEKDLSVFYLDHRYIQKVYSMFKKVNAREQIVGWYHTGPKLRSNDLVIHAAISAFVQVHQQHACLVVIDVSPHSQIGQP
TDAYVAVEEIHDDGTPPTRTFEHVASEIVAEEAEEVGVEHLLRDVKAATTGTLSEQIVEQVNALKGLLSRLQECYDYLES
VEKGELPMNHSIVYQLQDMFNLLPDVSAPEMVKAFSRTTNDQLLVIYTSSLIRAVVSLHSLIDNKLQNNALERKSEEDAE
KKQD                                                                            
>Mvib_comp10938_c0_seq1_fr5                                                     
NIFPPLPSSMSDLFLTDRGIAPKAQIHPAVLFSMADHHQRRKNLKGYVLGALMGGVAPDGSIEVHSSCAVPFKESEEQID
IDGQFLSKALRLHLIVNASERVVGWYTTSPDLTPQLKAVHKIFARNIGQQQTALLIQMDARTGNDEVPIKAFISEPLGVG
ETATTVFTPIATAMNQFGAERIGVRMLQRAKHVPNSTQTVMTDIEHTESVLARLVDLIDSTQKHVKEVLASNAPSDPQVG
RAIMNALAQVPQMDSSEFEQQFQASLQDLLMVMYLSELTETQLVLSEKINALL*FK*YFSLSFINENKRV          
>Mvib_comp12304_c0_seq1_fr5                                                     
TTTTTTTATTPTAPTSTSNTPPSPVLSAPPLRHMVLPASLPDTFRTLATESTAANRETCGLLCGTLHHDVLVVTTLLLPR
QTGASDSCEMMDEDAIFLYQDENELMTLGWIHTHPTQTAFLSSVDLHTHASYQLMLGEAVAVVVAPSYRTTGTFALTLPH
GLRTVVDCRQPGFHPHANADSLFEEVSSRVTYDPERPLKIHDMR*IA*YFESFCVLTSRLLHLNE*TFHFLINSLSKKKK
KS                                                                              
>Mvib_comp14046_c0_seq1_fr5                                                     
SHFNCSTMAASVTNNKTDYTVLVSEPDQEEPIETVRVPIDFVQMDALVVMKLLKHCRESLPDAVMGMLLGLSVENRLEIT
NCWPFPSADSTVDVEQYERDIIALSKEVNMDHLQVGWYQSTYRGAVDMHSLVETHATYQKVIDESVVILYDPLRISQGTL
SLRAFRLSKEFFDMYSEQTDATFTPQGLRDAAMSYDKVLTEIPILVHNPLLVNAMLCSELKMDDTDERLDVPGNSFLEKS
MEFLVEGIDELASEQGKLFMFQRQVLKQKQQQQDFLRRRRAENEQRAAKGDAPLPTDPDKLASTNPLFRPLPQPSRLDAL
LVSHQVAQLASQVNEFAASSYGQMFVIKGLQE*PQREIYIIRIRVREKEEQENTMNNYLREE                  
>Mvib_comp2099_c0_seq1_fr6                                                      
DVLAMPQSGTGVSVEAVDPVFQTKMLDMLRQTGRPEIVVGWYHSHRGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQS
VKGKVVIDAFRLTNPQLIIMGQEPRQ                                                      
>Sarc_SARC_02107                                                                
MPPEHIRKIIKDHGDMTSRKFRHDKRIYLGSLKYVPHAILKLLENIPMPWEQLRDVNCLWHVTGAITFVNEIPWVIEPVY
VAQWGTMWIMMRREKRDRKHFKRMRFPPFDDEEPPLDYEDNLLDVEPLEGINMELDEDEDAPVYEWFYDHKPLVGTPHVN
GETYRRWNLPIPAMANLHRLGNQLLSDLVDDNYFYLFDTKSFFTSKSLNMAIPGGPKFEPLYRDSELGDEDWDEFNDINK
IVVRHQIRTEYKIAFPHLYNSKPRSVHLSLYHTPSIVYINPEDPDLPAFYFDPLINPISGRHAANLKRREPTFDEEEEFE
LPEDMPPFLEDTPLYTDNTAKGIQLLWAPYPFNVRSGHTRRAVDVPLVKRWYQEHCPPNQPTKVRVSYQKLLKCYVLNEL
HRRPPKAHKKRYLFRSFKQTKFFQFSELDWVEAGLQVCRQGYNMLNLLIHRKNLDYLHLDFNFNLKPVKTLTTKERKKSR
FGNAFHLCREILRLTKLVVDSQVQYRLGNVDAFQLADGLQYIFAHVGQLTGMYRYKYKLMRQIRMCKDLKHLIYNRFNTG
AVGKGPGCGFWAPGWRVWIFFLRGIVPLLERWLGNLLARQFEGRHSKGVAKTVTKQRVESHFDLELRASVMHDIIDMMPE
GIKQNKARTIMQHLSEAWRCWKANIPWKVPGMPIPIENMILRFVKMKADWWTNTAHYNRERIRRGATVDKTVCKKNLGRL
TRLYLKAEQERQHNYLKDGPYVTPEEAVAIYTTTVHWLESRRFSPIPFPPLSYKHDTKLLILALERLKEAYSVKSRLNQS
QREELGLVEQAYDNPHETLSRIKRHLLTQRAFKEVGIEFMDLYSHLIPVYDIEPLEKITDAYLDQYLWYEADKRRLFPPW
IKPGDTEPPPLLVYKWCQGINNLVDVWDTAEGECNVMLETKLDKMYDKIDLTLLNRLLRLIVDHNIADYMTAKNNIVINY
KDMNHTNSYGLVRGLQFAAFIVQYYGLVCDLLVLGLQRASEMVGPPQMPNDFLSFAETATETRHPIRLYTRYIDRVYVFY
RFDAEECRDLIQRYLTEHPDPNNENIVGYNNKRCWPRDARMRLMKHDVNLGRAVFWDMKNRLPRAVTTIEWDDSFASVYS
KDNPSILFNMCGFEVRVLPKCRTPGDELTHRDGVWNLQNEITKERTAQAFLRVDDERLAQFNNRIRQVLMASGATTFTKV
INKWNTALIGLMTYFREAVVNTQELLDLLVKCENKIQTRVKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSD
LRWSQQTNTGITHFRSGMSHDEDSLIPNLYRYIQPWESEFIDSQRVWAEYALKRQEAQQQNRRLTLEDLEDSWDRGIPRI
NTLFQKDRHTLAYDKGWRVRTDFKQYQVLKNNPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWE
GLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRA
HLWQKVHESVVMDLCQVFDQELDALDIETVQKETIHPRKSYKMNSSCADILLFATYKWNVSKPSLLNDTRDTADSTSTQK
YWIDVQLRWGDFDSHDIERYTRAKFLDYTTDNMSIYPSASGTLIAIDLAYNLHSAYGNWFPGAKPLITQALGKIMKANPA
LYVLRERVRKALQLYSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFL
KIIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQIVVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACMKI
EKFGDLILKATEPQMVLFNLFDDWLKTISSYTAFSRLILLLRALHVNPDKTKVIIKPDKTTITEPHHIWPTLTDDEWTKV
EVALKDLILADYGKKNNVNVSSLTQSEIRDIILGMEISAPSAQRLQIAEIEKQTKEQSQMTAVTTRTTNVHGDEMYVTTT
SNYETQTFSSKTEWRVRAISATNLHLRTNHIYVSSENIKETGYTYLLPKNLLKKFVIVSDLRTQISGYLYGVHPEDNPQV
YEIRCIVMVPQWGTHQTVHLPHMLPDHEFLKDMEPLGWIHTQPNETPQLSPQDVTTHAKIMAENPSWDGEKSVCITCSFT
PGSVSLTAYKLTPSGFEWGKNNKDTGNNPHGYLPSFYEKVQMLLADRFLGFFMVPSLGSWNYNFMGVKHTPTMKYDISIG
VPREFYHEQHRPSHFLQFASLEDAKLAQTDREDTFE*                                           
>Sarc_SARC_06235                                                                
MTVVGLLYGTQVGPVVEIISCTEVVCTRDEQTNRLIVDGENVAERLNLVQQVSSDYELVGWYTVAQTPTDDEMSLHKQMC
DHISNPLMLLFWMSSEDKAIQANLPGLYESISEESGAIHHLVKVPFRMETEDAENTALNHIAKSATSTGDANDNSNKSQV
SLQMTQQLNAIDMLHSRTKTICEYLTDVQQGKVSYDPKIVREIANLCDRLPAPISSDYQSQAGTDQNDVLLTMLLATFTK
GCSAMNQFSTSVQRIQVEKSMHKLPDVGLIGKDNFPTDW*                                        
>Sarc_SARC_08622                                                                
MTDAPLVDTAEMVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVVDVFAMPQSGTGVSVEAVDPVFQTKMLDM
LRQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVIDAFRLINPQMILMGQEPRQTT
SNIGYLNKPSIQSLVHGLNRHYYSISIASRKNELEQQMLMNLNKKTWTDGLALTCYETHSEENAKTVERMLELAKMYTTA



VEEEDSLTEEQMAVRNVGKQDPKRHLEEQVSILMTNNIGQCLGAMTNTVVFG*                           
>Sarc_SARC_08832                                                                
MAATPTQPLFLADTKLNQSVKIRPVVLFSIVDHFMRRDAGQGRVIGTLLGHTEEGVVHVTNCFPVPHGETEDQVAVNMEF
HQTMFQLHQKVNPREQIVGWYATGNTISSHSVLIHEFYGRETRSPVHLTLNTELKSGDPLAVKCYSSSPIGAPNNATGVV
FTPVESELRYLEAERVGLDTLERSKDAPNGTLALMTETEQLEKAIVKMLEMVGHVKDYVTQVLDGRLETPNNQVGRHLME
VISSVPEVEGLTLDKMFNNSLLDVMMIVYLSNITRTQLKIAERFDNDWALVTLTVVRIRSTPARS*              
>Sarc_SARC_11336                                                                
MEVTNCFPFPGRNNSRDQKSADEEDQEGAEYQIEMMRNLRDVNVDNNTVGWYQSTFMGSFISPSMIETQFAYQENIHKSI
MIVYDPHRSGQGVLSLKAFRMSASFFKLYKSREFNTAAIKKHGLKYEQIFEEIPIKVHNSALSQALLYELDDTQYLPDMY
DRLDLTIDPYLEKELECMLDCADGLSTEQGKYMFALRKDLQFQSMLQKRRAENEIRKQQGREVLPVDDIQDAIKPVPVPP
LFESMVLTNQMNTYCGQINELSNQASNKLHFCKSLQKRKE*                                       
>Sarc_SARC_13186                                                                
MVTANATPVHNTMPSKVIVHPLVLLSVVDHYHRVAMDTKKRVVGVLLGSKQGNELDISNSFAIPFEEDEKQPSVWYLDHN
YLENMAGMFRKVNAKEKVIGWYHTGPRIRQNDIDIHNIIRRFCPNPCLVIIDAQPRQLGLPSDAYFVVQDLHEDGTPTSM
TFEHVASAIGAEEAEEI                                                               
>Sarc_SARC_18011                                                                
VKHAQSGGQIEIMGLMIGKYVEDTVVVLDAFALPGEGTETRVNALNEANEYMVQYKDQLEKVCLVVCT*           
>Cfra_g1751                                                                     
MSGGGFNVPPPGFRGPGGQVLMPFNTMNIMQTPMQGYPNQMGHMGLPQPAQTQQVPAQPSQPAIPTPKAVLSEEEMEEKA
RKWQQLQKQRYASKRKFGFVDAQKVEMPPEHIRKIIKDHGDMTSRKFRHDKRIYLGSLKYVPHAILKLLENIPMPWEQLR
EVNCLWHVTGAITFVNEIPWVIEPVYLAQWGTMWIMMRREKRDRKHFKRMRFPPFDDEEPPLDYEDNLLDVEPLEPINME
LDEDEDSAVYEWFYDHKPLVGTSHVNGETYRRWNLPIPTMANLHRLSNQLLSDLVDDNYFYLFDLKSFFTSKSLNMAIPG
GPKFEPLYRDSELGDEDWDEFNDINKIIVRHQIRTEYKIAFPHLYNSKPRSVHLSTYHTPNVVYINPEDPDLPAFYFDPL
ITPISSRHAESLKRREPEFDEDEEFEMPEIIQPFLQDAPLYTENTAHGIQLLWAPYPFNQRSGHTRRAVDVPLVKRWYQE
HCPPNQPTKVRVSYQKLLKCYVLNELHRRPAKAHKKRYLFRSFKQTKFFQFSELDWVEAGLQVCRQGYNMLNLLIHRKNL
DYLHLDFNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLVVDANVQYRLGNVDAFQLADGLQYIFAHVGQLTGMYR
YKYKLMRQIRMCKDLKHLVYNRFNTGAVGKGPGCGFWAPGWRVWIFFLRGIVPLLERWLGNLLARQFEGRHSKGVAKTVT
KQRVESHFDLELRASVMHDIIDMMPEGIKQNKARTIMQHLSEAWRCWKANIPWKVPGMPIPIENMILRFVKMKADWWTNT
AHYNRERIRRGATVDKTVCKKNLGRLTRLYLKAEQERQHNYLKDGPYVTPEEAVAIYTTTVHWLESRRFSPIPFPPLSYK
HDTKLLILALERLKEAYSVKSRLNQSQREELGLVEQAYDNPHETLSRIKRHLLTQRAFKEVGIEFMDLYSHLIPVYDIEP
LEKITDAYLDQYLWYEADKRRLFPPWIKPGDTEPPPLLVYKWCQGINNLQDVWDTSEGECNVMLETKLDKMYDKIDLTLL
NRLLRLIVDHNIADYMTAKNNIVINYKDMNHTNSYGLIRGLQFAAFIVQYYGLVLDLLVLGLQRASEMVGPPQMPNDFLS
FADTVTESRHPIRLYTRYVDRVYVFYRFDAEECRDLIQRYLTEHPDPNNENIVGYNNKRCWPRDARMRLMKHDVNLGRAV
FWDMKNRLPRAVTTIEWDDSFASVYSKDNPSVLFNMCGFEVRILPKCRTHGEELTHRDGVWNLQNEITKERTAQAFLRVD
DERLAQFNNRIRQVLMASGATTFTKVINKWNTALIGLMTYFREAVVNTQELLDLLVKCENKIQTRVKIGLNSKMPSRFPP
VVFYTPKELGGLGMLSMGHVLIPQSDLRWSQQTTSGITHFRSGMSHDEDSLIPNLYRYIQPWESEFIDSQRVWAEYALKR
QEAQQQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTDFKQYQVLKNNPFWWTHQRHDGKLWNLNNYRTD
MIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQV
QLDLTGIFMHGKIPTLKISLIQIFRAHLWQKVHESVVMDLCQVFDQELDALDIETVQKETIHPRKSYKMNSSCADILLFA
SFKWNVSKPSLLNDTRDTMDNATSQKYWIDVQLRWGDFDSHDIERYTRAKFLDYTTDNMSIYPSASGVLIALDLAYNLHS
AYGNWFPGAKPLITQALGKILKANPALYVLRERVRKALQLYSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKT
FEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQIVVTRKGMLDPLE
VHLLDFPNIVIKGSELQLPFQACMKIEKFGDLILKATEPQMVLFNLFDDWLKTISSYTAFSRLILLLRALHVNPDKTKVI
IKPDKTTITEAHHIWPTLTDDEWTKVEVSLKDLILADYGKKNNVNVASLTQSEIRDIILGMEISAPSAQRLQIAEIEKQT
KEQSQLTAVTTRTTNVHGDEMYVTTTSNYETQTFSSKTEWRVRAISATNLHLRTNHIYVSTENIKETGYTYLLPKNLLKK
FVIISDLRTQVSGYLYGVHPEDNPQVYEIRCIAMVPQWGTHQTVHLPHMLPDHDFLKDMEPLGWIHTQPNETPQLSPQDV
STHAKIMAENPSWDGEKSVCITCSFTPGSVSLTAYKLTPSGFEWGKNNKDTGSNPHGYLPSFYEKVQMLLADRFLGFFMV
PSLGSWNYNFMGVKHTPTMKYDVSIGVPREFYHEVHRPSHFLHFASLEDQQDTTTDREDAFM                  
>Cfra_g3328                                                                     
MDTYHGKSFKLVEKIPREGGGILSNDDLPTESMSETMDLDAPAYVLEGSSSVQAILHPLVLIDVADHIKRFRLQAVPVET
MTAVVGLLFGTQEGHIVEIINSCEVVCMRNSSSSDLTVDGEDITKRVSMIQQVLPDYELVGWYAAAQEPSGIELHIHKQM
CEHIDNPLMLLFKFNPEDKKTKAELPGLFESISEESGGIHHFVKVPFHMETEDAENTALNHIAKIATSTGDANDNSKKSQ
GKLELNPSIIREISNLCHRLPVLDDSDFHVQSGTDQNDVLLTIMLATLTKGCNKMNKLSTTANGFQSNVNQKQTGQVGWL
STRVVNL                                                                         
>Cfra_g3935                                                                     
MTGSQPLFLADSSLSQSVKVRPVVLFSVIDHYMRRDAGQARVIGTLLGYTEDGVVHVTNCFPVPHGETDDQVAVNMEFHQ
TMFQLHQKVSTREQIVGWYATGNGITSHSVLIHEFYGREARSPVHLTLNTELKTNDPLAVKCYTSNAIGAPGFTTGVVFT
PIEFELSYLEAERIGLDTLERSKDATNGTLALMSESEQLEKAIVRMLEMIEHVLDGKIVANNLVGRHLMEVISAVPEVDG
LTLDKMFNNSLLMNNKRYYVVTKTTRSSDLDTPLLYKHEMAGKDVKDERSGSVSTFLQKVLAMVEEPESSELVSWTPNGE
SFRVYDPVPFAKEVLPRFFKHCNFSSFVRQLNMYDFHKVMEVQSGALSTGRSKEWEFVHPNFKRGQPQLLSLVKRKAGTT
ESSKPKSESIKRVMNEVQAMQEQQEVVSQKLEHLDTDNRILWNEMVKLKNRHQQQQQTINRILYFLSSIYSSDSLPGTLR
DGDDALTLQSGQSQSLQNSANLQSLTTEPLIDYGAVSSVPNGSGIMSLGNGSALGSTFTGLQTDQSYNNIRNSLNPSPSS



SISQQQSIPQSTVIGQTSPFGETQNIGVGGGLNRSTGRGQNPGLVTQKGGLGQPNNYGSGSLGGYQEGTNLNYQDFSLPG
MGLPDVKP                                                                        
>Cfra_g4178                                                                     
QQFKMDVDEGTSSKAFEAGNTVETDTDELYRFDNKDHLRQLNEKPWANNPNYFTKVKISSLALLKMVKHAKSGGTLEIMG
LMIGKYVGDTVVVLDSFALPGEGTETRVTALAEAYEYMVQYKDLLDKVNLRGQPVGWYHSHPGFGCWLSGIDVETTRTNQ
RLGPFIAVVIDPVRTAAAGKVDLGAFMTYPQDALPAPSQEEKHQFIPSHKISDFGAHANHYYPMNVSYFKSDIDRALFEE
LWKEYWMNTLSSSALSSNSQYATQQMADIGCKLDSFNDQFTSGSSGNCNGVSFRKGDGPKYLKAPHISANSVQSSKAQKS
LDTVTNDGSKLAIEAAHGLMSELLKSLIFNPKHL                                              
>Cfra_g4690                                                                     
MDDEQLARYLQQQEDGHFSPDESDTDSWGNKKKKRKTVAAKKSPKAKKTPSTKVIPDGKESGDGFTLSGKPLDPNSAALK
AYSDGSAYRKALHLKKKQQQDGVDVTAKATTLGDSTLQPKVPLKNDKSPPLTTKAAPKQKEKALPKRKGNVVDNIKERKE
RAEYASRRLRTTRKQTKRFADVNVAESDPLAMVTTKSYSEDGNEQPLEVTIVTQAAAVMDFHAHLAMSEIIGLLAGTWDP
ITRVISIKQAFPCREMQNGDNAAVAETQVEMDPASEMEIRDEISKLDLQVVGWYHSHPTFKPFPSNRDVENQYNYQMLFQ
GDNEANAVPFVGAIVGPYDQELPSEKSVFNWFHVQMDKDSQKTSAYILKVPQTPEEDSPTDGDAIISVMHKLIDYYKVYE
HRIPKWSAVWRYCKQLAFDKEYEAETADAAGTLSASSDTHSENKCKHIVKHDNWESECEHINEGVEDLKSNGDCEVDVMV
ARTYRDKTEIALAHRLECFAETYRENIVKETMNYLRAQWQT                                       
>Cfra_g5417                                                                     
MVSLCFCLGNELDISNSFAIPFEEDERQPSVWYLDHNYLENMAGMFRKVNAKEKVIGWYHTGPRIRQNDLNINEIIRRYC
PNPCLVVIDPQPKEIGLPSDAYFVVEDIHADGTPTSKTFEHVPSAIGAEEAEEIGVEHLLRDIKDSSVGNLATRITQQLS
AMRGLHTKLEGIYRYTLAVSEGTMPVNNEIISLLQNIFNLLPDLNVESLLKAFCVSTNDQMLTIYLASMIRSILALHDLI
NNKIANREEEKSGFKDISDNKDIAKKILSADGDIKPDQDVVTKNAA                                  
>Cfra_g5761                                                                     
MTDAPLVDTAEMVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVVDVFAMPQSGTGVSVEAVDPVFQTKMLDM
LRQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVIDAFRLINPQMILMGQEPRQTT
SNIGYLNKPSIQSLVHGLNRHYYSISIASRKNELEQQMLMNLNKKTWTDGLALTCYEKHSDENAKTVERMLELAKMYTTA
VEEEDTLTEEQLAVRNVGKQDPKRHLEEQVSILMTENIGQCLGAMINTVVFG                            
>Cfra_g6803                                                                     
MDRGGNRYNNNSHRNEDKKSQSRRQHFTAAAAAGAAPSNSPEDDNLDIPGVSNAPLKHVQIDGLAVLKILKHCRESFPEL
VTGQLLGLDVEDCMEVTNCFPFPTRGGDDDDKEGAEYQNNKQASTKDAIRNRHLFAMHVHTHSAKSKIQNNQIEMMRNLR
DVNVDNNTVGWYQSTFMGSFINQEMIETQFTY                                                
>Contig8239_Abeoforma_whisleri_fr2                                              
DMLRLTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNPRAVSVVIDPIQSVKGKVVIDAFRLISPHSLMMGQVTGQ
EPRQTTSNIGHLNKPSIQALIHGLNR                                                      
>Contig10917_Abeoforma_whisleri_fr2                                             
SHSIPSKNVLTIIYLFSLSS*VIILYTITTLYLSTMPARAKSIDLPEKVVVHPLVLLSVVDHYNRVAANNPKARVVGVLL
GSMKGKTLDVANSFAVPFEEDRNDPTVWFVDHNYMENMYHMFRKVNAKERMIGWYHTGPVLKQNDLEINELFRRFSPNPL
LCIIDVKPRVLGLPTDAYIAIEEINDDGTATMKTFAHVQSEIGAEEAEEIGVEHLLRDIKDTMSGTLSQKVSTQLSAVKG
LASNLEDMKQYLQDVVEEKMPLNNQIIYQLQDIFNLLPILDVDESIQAFTAKSNDQMLVIYLASLIRSVIALHNLINNKI
ANREAEQENENEEKKAITAKSAPVSDKVEGGDK*ID*KLIEK                                      
>Contig18717_Abeoforma_whisleri_fr2                                             
YGEQKASGGDPLEMVVCEAFDSVAKKGSTVCPFSTILTSKAALMMEFHAHLAVTEVIGWLGGTWDEKSGELTVNYAYPCR
SLETSDDSVQVEMDPDSEIEVRERISKDGNIIVGWYHSHPQFRPDPSIRDVENQTNYQHLFKTPSNNSPFVGIIVSPYDS
KQAAPSTINCFWTRNQNESHASLATPFQMPMHINYVDDINEELMSDMKTTMDYTRMLPGFVDFSSQWKTNNTRLTKLKQA
MKSWLNIEEEQEKENLNKLEDLLDELI*AI*VKHLYIHI                                         
>Contig55513_Abeoforma_whisleri_fr2                                             
*SENK*KLKKMSMESVELAILPTDVYFSCITHALTTEKEEVMGLLFGEKIKQMNDKFVVHIYSTCVLQRNDRANDRVEIS
PEQLTAASIKAEELSETFNKKIQVVGWYHSHPHITVLPSHVDVGTQKLYQYMDSTFVGLIFSCFSENADKSQRFQVTCFQ
SQTILGNDSQLEIPLTIESKPKISKEIFESFSNLLMLLNDEERHAYQESLGLGPDLSLACAIHNGAIYTKTLCRILEVVS
IPLCEFLEHRKETNNKLIEELEKEIRIMKGE*R**LITLCLDY*ES*SHRVIEFTTNRD*GKNFCSIVERKKICRTMN*V
FLSG*CH***Y**Q*W*YS                                                             
>Contig55419_Abeoforma_whisleri_fr3                                             
RN*PTQTKQSRTE*VLGQIMSDVIKNQIQRLNDAANIEINDLVSLKIWFRKSAQSLKMGVQYEIEDNLERAYIYYQRYVR
MIFIELPKHSKYKQPEVALDKKVHLKKAKEVLERCEVLKKKLILKYERELEEAKLEEVRLQQQRIREEQEKKKQDEIHLQ
NFLQQREQELQRQKQYEHDIASINQKAPLHTTQYPAFNSQTDVGPPRPSSSSKPSQAPDRPPAYTKPIPNRPESHPVPVI
PAVPTSSLSNAGQKFSELRSVNIPITTVEQFLYLASSNTHRNLETCGILVGTLSNDVFRVTEILIPKQSATSDSCTTKNE
EDVFMYQDKKNLISLGWIHTHPTQTCFMSSLDLHTHYGYQIMLPEAVAIVCAPSKNDNKEFHLSKSGLKVIGNCRERGFH
PHPPGPPIYVTGLSHVNFVKEP                                                          
>Contig67919_Abeoforma_whisleri_fr3                                             
DGDGDGDDDDDDDYDNDNDKDDKNKLKSLDDIVTPTPDDIYVSIDSIPTSTTTTTPSSPISAVTAPSTAATIEDQECGTN
ETDSNPSVASPKNDIKRFKRTDLVSILDPDVGNAQSEDVLVNGEKDPASTQATNTDEEEYFSPIIINLSKINPLEMEYNS
EWFRGNIKKTPERYMKIRNYILEKWNESKPQFLTKTSVRPGLKGSGDVNSIGRVHYYLEKIGAINVDCINKPTRIRKNIK
RNSDVTQSVDLAPDERGILLGRRKRRVLDENGEYVDEKMLEGRTFSHVENSEIHIEPRKVKGKSSRQRREKISDNDSFRL



IECRAYSSVNLPPFSVAIMSNVLIITDLHAHLDHAEVIGLLGGRFDKPTNKIEISVARPCHSLSTDHECEMDPLSEMEAR
GEFEKLGLSIVGWYHSHPTFHTSPSIRDIETQLNYQRLFTQDNGVEAFVGMIVSPYDVFARSNISSNSFFVVSHEKDPKY
GNQIPYVCNTVIQPSPNPSVGLFESILSIVDMTSQRINCVDLHENYRRDNYSRLDKIIESLSPKLYTDDETKTNFLLKVR
KILENSAQYQFFHEISTNPADVGI*PPKEVRH*NIS*IYTIFENLRENLRSRLNFRIYVYMQTMIKSTWQFSRENWMFST
NSIPK                                                                           
>Contig26814_Abeoforma_whisleri_fr4                                             
ID*LPINKAIMSMNLQHLLGSGLQHGSAQDPPTVDTAEMVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDEYTVRVVD
VFAMPQSGTGVSVEAVDPVFQTNMLDMLRLTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNPRAVAVVVDPIQSV
KGKVVIDAFRLISPQLLMMGQVTGQEPRQTTSNIGHLQKPSIQALIHGLNRHYYNIAINYRKNDLEQKMLLNLHKKSWMD
GLALEHFEEHSKLNHDTVQKMLNLTKLYNKSVEEEDTMTQEQLAIRNVGKQDPKRHLEEQIDVLMTSNIGQCLGAMLNTV
VF**IMTPIYTK                                                                    
>Contig27162_Abeoforma_whisleri_fr4                                             
FEFVFEFRLFFHESFSTSFFLSSPHQYNTPLLLKMQNYETQANPLFLDAAAVSVKVNVRPLVLMHIVDCYARRNTDQTRV
IGTLLGYKTEGEITITNAFAVPHSENELQVAVNMEFHTKMYELHQKVNPKEVILGWYATGDKINDYSLLIHEFYSNQSPS
PVHLTLDTLMSDGDMSIKAYKSLEFGPPGNEQNVGTAFVPLQTQVVYNNSEGIAIDMLQKVPKETRTSVALMTDKDHLIA
SVSTLLEMIKNVTAYVKKVLGGEIPGSSKIGKMLLDVVSTIPDFDTDSFDKLFNNNIQDMLMVTYLTEATRTQLNIAEKL
YTTL*RK*KCKYKQ**NNDNIK*VDI*KMITFFDISAFLLVASVFCMVS*ADVEFLLLPGYFFFIF*FFIFFLVKKGLKG
WIKKNK*KKSKGR*TIQWA                                                             
>Contig28812_Abeoforma_whisleri_fr4                                             
T*I**KETKMADISDRKNSLETVQVDGLVVMKIMKHCTESLPDLVTGQLLGLDVGKKLEVTNCFPFPSSSADENDEEGAR
YQIEMMTRLHDINVDHNQVGWYQSTYLGFLNEPIIFTQFNYQSNFEKSIVLVFDPYRSQQGTVSLRAFRLSKTFMSFFKP
SQNITPEIIKEHGLTHADMFDELPVEIHNSALMQSFLTQLEEPEYKPDTSSKLNLGFHTFTEKNLEFLIDGSDEITTDQN
KFQFYLRNVARQKAAQQQLEKQKIENERRVAEGFPPLNESDLYHNANKTITAPSRLESLLTANQLSNYCTQVNHFADATF
TKLHLLNALQKDDGVDASESA*LQE                                                       
>Contig34747_Abeoforma_whisleri_fr4                                             
VCVCVYRYFLSSYFVYIPFEILNIGVRVSQLLHYF*FRLAHVAWVFVNKDSIA*YWHS*TLVSFAAYRREIAARKENKEN
QNLRKDENGIENKSDNTENNSNTTTALPPKKVVQPKRIKLPKPKKAKKLPKALLEDEVVGARSSSRLKSTQQKSANYMSL
DNFDGDPLQMVQCERYGNNRNNQQPFAVDVTNMTYLIMDFHAHLARSEIIGFLGGTYDHENKKLYIKEAFPCRAIDSRAG
IELLTMNATVETNVEMDPESEFEVRNKITSKNLSVVGWYHSHPTFKPIPSNTDVTNQHNYQVLFHDEENKATPFVAAIVG
PYDLEMPNEESVFNWFNVKDNGRRDPCSHTAMVLQTECDSEEELQSYIDTASKMRELVDYYKDFPYRVKDLNEVWKYCPA
RSDDISETIAEENEQSTESLENKQIARTLGSKLKYSILSRTDASIDGALTSIKESLSYLDDNWRK*RSRAN*I*KKEKEE
NKKSKKKKKK                                                                      
>Contig3534_Abeoforma_whisleri_fr5                                              
RYSTISTIKLQKTLTYITYKYHTDTPQIYPRCKKE*IEIVDLTVSLHQ*SII*LS*RKMDIDNTEPASSTLEEFVDGQVE
EMNEDELYEFNEQEYAKLTNSSPWEKDPSYFKKVKISALAVLKMTVHASAGGNLEIMGIMVGRAVGDTLLVVDTYPLPIV
GTESRVTDMASDPIVGEYLYYNLISAQEKLGRKEKLIGWYHSHPGFGCWLSKVDCGTQMASQKGGPSVAVVVDPYQTKSS
GKVELAAFRCYPEGHKAKNATPSGQVIPKEKLLEFGSCADTYYKLDVEYFKTSFQQQMFDKLWSQFWVQTLSSSPLMENA
EYSCNEIKDLGDKFKEINSGRSFKDSEENPLTALKEQSAKISTEAVNGLISQVLKDSLFNSPY*N**KIF*N        
>Contig3842_Abeoforma_whisleri_fr6                                              
QKNYIHNHHSIEKGKNIFLLANV*PKMDIDPSNGNSKSVVSAKPGSMEVILHPAVLVIIADSYSRYRVLSKSSEARIMGV
LLGHQSGKKFEVKDAFEMPLEKDGNGKYIFDYEFYAGKKAMIDKVPNLQFNFLGWYTNGPIVVDDTIESQGEWPHSPTPE
HLDLHLNIMERVEIDCALFLHINTLSNTSAKNLPLAIYENSQEQQEGKVTNLFSTVKYEIKSDISERIAVDYVAHAASDV
NQKSKLASHFKTQQHAVSMLYSRVKVLLDYVNSAIKGEIEATPEILREISAFCNQMPLSNSEKFKSTFEEEYNQVQLIAC
LAEITKGCEYLRNLKMKSSELKSAYGGGSYRNPYKDNPYDDDAFFLHMK**KSIRKLKKIKKNVIMTHGQT         
>Contig9271_Abeoforma_whisleri_fr6                                              
QIDGLVVMKIMKHCTECLPDLVHGQLLGLDVGKKIEVTDCFPFPSGNDQESAQYQIDMMTRLREINVDNNAVGWYQSTYL
GFLNSPIIGTQFNYQSSIEKSIVIVYDPYRSSQGKVSLRAFRLSKTFMENFKPNDQDVLTVTPEMVKEHGLTHE      
>Contig34746_Abeoforma_whisleri_fr6                                             
*SYLTAHSKMTFDEDEAFARALQLQEERNYLFADHIGMDTDSEDEWDTRSRKKKGAKKVAKAKIVKEPKKPKRTAIAKET
EEGSTNNGENKKIKKKPQGWTELEEDLFRKGLELYGREWENLAKHVGHNRDKLSVKSHAQKYFIKLYIAGTPLPTKVCES
GDGYTLSGKPLDPESAALKAYSNGPAYRREIAARKENKENQNLRKDENGIENKSDNTENNSNTTTALPPKKVVQPKRIKL
PKPKKAKKLPKALLEDEVVGARSSSRLKSTQQKSANYMSLDNFDGDPLQMVQCERYGNNRNNQQPFAVDVTNMTYLIMDF
HAHLARSEIIGFLGGTYDHENKKLYIKEAFPCRAIDSRAGIELLTMNATVETNVEMDPESEFEVRNKITSKNLSVVGWYH
SHPTFKPIPSNTDVTNQHNYQVLFHDEENKATPFVAAIVGPYDLEMPNEESVFNWFNVKDNGRRDPCSHTAMVLQTECDS
EEELQSYIDTASKMRELVDYYKDFPYRVKDLNEVWKYCPARSDDISETIAEENEQSTESLENKQIARTLGSKLKYSILSR
TDASIDGALTSIKESLSYLDDNWRK*RSRAN*I*KKEKEENKKSKKKKKK                              
>Contig19290_Pirum_gemmata_fr2                                                  
VYIQSNTLILTDIHAHLDHAEVIGLLGGEFDPVAKKLYISAAWPCNSVSTGIECEMDPLSEMEARVAFQTAGLNIVGWYH
SHPTFLPNPSIRDIETQLNYQNLFLREDGSQPFIGMIINPYDPFYRSTSSTIRLFSVSQNEYDNDNRCNTPYICNSVIKP
SLDLPNSLLESLKTLIKTCSTRKDRIDIWENIGNRDNNSETGCLTRLEKLLESLSSYLYIENKIKSGFLDNVRELLTEIM
GSHSTSNNNNTKIENDSDNNDDNEELIVVVGNNNNDDDKNGNSNNINSN                               
>Contig30416_Pirum_gemmata_fr2                                                  



LFIISILFHY*FYL*HQSCCCFNFYLLF*SFYCNLKLKMTEETTRNSVGAVQIDGLVVMKIMKHCTECLPDLVHGQLLGL
DVGKKIEVTDCFPFPSGNDQESAQYQIDMMTRLREINVDNNAVGWYQSTYLGFLNSPIIGTQFNYQSSIEKSIVIVYDPY
RSSQGKVSLRAFRLSKTFMENFKPNDQDVLTVTPEMVKEHGLTHEDIFDEYPVEITNPSLMRTLLSELENPEYKPDISSK
LNLGFHTFTEKNLELLIDGTDEITADQNKFQYYLRNVSRQKLAQENLAKLRLENEQRIAEGIPPLSESELIHNATKNVTA
PNRLESLLTANQVSNFCSQVDNFATNTFTKMHVLQALQKG                                        
>Contig30466_Pirum_gemmata_fr2                                                  
QSQSQSQLQLQSQSQSQVTVTITVTVTITITINTTTSNKQQ*ITINNNKH*TRTNNKETTQK*QTNNKQIIKKQ*TNNKL
TINTMPSTETAAPNTTAAAAAAINSKDGVPEKVIVHPLVLLSVVDHYNRVAANNPKARVVGALLGSMKGKVLDVANSFAV
PFEEDRNDSSVWFVDHNYMENMYSMFRKVNAKERFIGWYHTGPGLRQNDLEINELFTKFTPHPLLCTIDVKPRELGLPTD
AYVAVEEINDDGTPTMQTFAHVQSEIGAEEAEEIGVEHLLRDIKDTMTGTLSQKVTTQLSAVRGLHQSLEDMLQYLKDVV
DEKMPINNQIIYQMQNIFNLLPNLNVPESIQAFTSKSNDEMLVIYLAAQIRTVIALHNLINNKIANREAEKAEEKTERAK
ENEKDKEVEDKENKTEEKK*KKKI*IN*QSNSKINKK*L                                         
>Contig71366_Pirum_gemmata_fr2                                                  
FNPNYVKF*FFFV*KIVLL*SCLINCCLIKRNSYFYFYFLPTKKMTVLTTKPLFLDDLQVTSKIIIRPLVLMNIVDCYIR
RSPDQTRVIGTLLGYKIDNEVTVTNSFAVPHSENEHQVAVNMEFQTKLYELHQKVNPKEVILGWYATGDKINDYSLLIHE
FYSNQCADPVHLTVDTLLSDGDMSIKAYKSIEFGPPNAEACVGTAFVPVDTSVSYQNSEAIAVDMLQRSKNTPSSRLMTD
REHLKVALEQLCSMISTVTNYVKNVLNGDIPADKNIGRMLLDVVSCIPSVDSDTFDKLFNNNLQDMLMVMYLTNLTRTQL
KIAEKLYTTL**Q*ND                                                                
>Contig71528_Pirum_gemmata_fr2                                                  
KV*KESEKIIIMNTF*FTLCCNITTSTSSCTSTTIIKTKFSTTSTTITIVFIAT*FANMEKVTCTKCQGKGFLMEDTQKK
AEKANQKIKAKEIQDDDPDDIKEMKKYKSVYKATTLIEILEFGYVTAGPDKLRVDYLNNSFVADLNKDGTISFFKEENAP
ETTFKSLSAFAVHCYRIPNPSRRSVDGWTAVKYDDGRLMADVKHDYLASIYSISTNTNKSKTSRPAKITAKPKTEGIRES
PRKKKLPETEPSTPVTKKVVSKKSPKKPAPKKSPKPSSKPRATRKASSKTKKRKLDLSDEDDDSEIDKFYAHDVQEEVYI
NTGTTSRGGSTRARGGFVDPLEMISCSNFSTRGRNKGLKQPFATVLRSNALAVIDFHSHLTNKEVIGYLGGSYDGENNEL
LVECAYPCKSLSTDDNSVQVEMDPDSEMEVRERIAKHDRVIVGWYHSHPEFRPDPSHRDIENQAKYQQLFKKENGSQPFI
GIIASPYHSKEAPAILNCFWTHGADDGADVPYQVLMDIEFDDDLQEEALQDMKNVAQYINDEFGLLDFSAEWENGKNMYD
KLKDAMKGHITNDATLKKINSLINSL*NVKRNKLHHP                                           
>Contig72877_Pirum_gemmata_fr2                                                  
ATTTTTNYIT**LIL*MLKSFHY*P*FLLLLTAQHPIYFTAAYRKEIAQKKVNKQNGVSTNSIQENNSNIANTQQTHSQN
TKEKNKLKPKLKSKPKPKPKKITKAKKEPDVEVTKRSSSRLRDANARSANYRTLDSTEDPLQMVVCEQYEKNEQPFEVIV
NNTAYIVMDFHAHLARSEIIGFLGGCYDKEKKVLEVKEAFPCRAIDNGEDCTHEDNAETNVEMDPESEFEARNKINEKNL
QVVGWYHSHPTFQPIPSKTDVANQHNYQVLFHDKKSTATPFIGAIVGPYDTNMPCEKSVVHWFNVKNVQKNGNSAMILKT
VLENIDEKEDEDGKRHYDNIALELRKLVDYYRGFPYRIK                                         
>Contig71529_Pirum_gemmata_fr3                                                  
KK****IFIIGYVTAGPDKLRVDYLNNSFVADLNKDGTISFFKEENAPETTFKSLSAFAVHCYRIPNPSRRSVDGWTAVK
YDDGRLMADVKHDYLASIYSISTNTNKSKTSRPAKITAKPKTEGIRESPRKKKLPETEPSTPVTKKVVSKKSPKKPAPKK
SPKPSSKPRATRKASSKTKKRKLDLSDEDDDSEIDKFYAHDVQEEVYINTGTTSRGGSTRARGGFVDPLEMISCSNFSTR
GRNKGLKQPFATVLRSNALAVIDFHSHLTNKEVIGYLGGSYDGENNELLVECAYPCKSLSTDDNSVQVEMDPDSEMEVRE
RIAKHDRVIVGWYHSHPEFRPDPSHRDIENQAKYQQLFKKENGSQPFIGIIASPYHSKEAPAILNCFWTHGADDGADVPY
QVLMDIEFDDDLQEEALQDMKNVAQYINDEFGLLDFSAEWENGKNMYDKLKDAMKGHITNDATLKKINSLINSL*NVKRN
KLHHP                                                                           
>Contig72876_Pirum_gemmata_fr3                                                  
YHFYPFIITL*LYYSI*YYFYCKCEIFQPPPPQQTTKK**TLYISTLY*KMEFEDDAALAKYLQQQERDYLFADQLWDNE
DSEEEWESKKKRRKTTKGGAASKKKNSDKIKEVKTVKSKSESSEKPKEKKKPQGWSELEEKLFLEGLEIYGREWDKLAAH
IGHGRDKLGCKSHAQKYFIKLYLRGEPLPKKVCESGDGYTLSGKPLDPNSAALKAYSNGPAYRKEIAQKKVNKQNGVSTN
SIQENNSNIANTQQTHSQNTKEKNKLKPKLKSKPKPKPKKITKAKKEPDVEVTKRSSSRLRDANARSANYRTLDSTEDPL
QMVVCEQYEKNEQPFEVIVNNTAYIVMDFHAHLARSEIIGFLGGCYDKEKKVLEVKEAFPCRAIDNGEDCTHEDNAETNV
EMDPESEFEARNKINEKNLQVVGWYHSHPTFQPIPSKTDVANQHNYQVLFHDKKSTATPFIGAIVGPYDTNMPCEKSVVH
WFNVKNVQKNGNSAMILKTVLENIDEKEDEDGKRHYDNIALELRKLVDYYRGFPYRIK                      
>Contig29305_Pirum_gemmata_fr5                                                  
LSILLVY*TIIIIIIVE*VVSLLLLLFYYKYHSHCLYRYRYYYHYNLKNMMNFQQLLGSGMQAGGGMQDVPAVDTAEMVY
ISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVVDVFAMPQSGTGVSVEAVDPVFQTNMLDMLRLTGRPEMVVGWY
HSHPGFGCWLSGVDINTQQSFEALNPRAVSVVIDPIQSVKGKVVIDAFRLISPHSLMMGQVTGQEPRQTTSNIGHLNKPS
IQALIHGLNRHYYNISINYRKNDLEQKMLLNLHKKSWMDGLELESFEVHDKRNHDTVNKMLELTKLYNKSVEEEDTMTQE
QLAIRNVGKQDPKRHLEEQIDVLMTSNIGQCLGAMLNTIVF**CSLTIFINN***Q**KTKTKTK               
>Contig79972_Pirum_gemmata_fr5                                                  
NTNTITNTNH*H*RKNNYSSCITTNQIR*TVLRITTTIIMTSVLSDNSGSLSVALHPTVLVTIADSYSRYRVFSKKDNVK
IIGILLGTQNGNEIAIKDAFEMPLQEPEDGCSYEFDFQFFKKKKEMIDKVPSFSYTFLGWYCNGPLTSQITDGNGLDKSH
MTFHQKIIDTTGHENPLFLLMDTSDTVKENKNQLPIDIYETSLEQIDGVPRTLFAKNKYQIKSELSERISVDFVAHAASD
VNEQSKVSSHFKTQKFAVEMLYSRVQVLLDYITEVLEGRIQPNPEILREIATFCNQMPVTDSPNFTSEFQKDYTNVQLIA
FFACLTKGCA                                                                      
>Contig3727_Pirum_gemmata_fr6                                                   



YYYYYYWIV*CFIVILFRFLSYSEQMDIDPKVSSESEEQKQKFLEDGKTEVEEISEEVVYELDEKAYAQLMRDELWKNDP
MYFKKVKISSLAVLKMTMHANAGGRQEIMGIMVGRVIGNTCLIVDTYPLPIVGTETRVTDISSDPVVGEYMYYNLVTAAE
KLGRKEKLIGWYHSHPGFGCWLSKVDCGTQQSLQRSGGHVAVVVDPYQTKASGRVALGAFRCYPDNYKPASATPSGQVIP
KEKMLEFGSCADLYYKLEVDYFKTSFQQKMFDKLWSQFWAQTLSSSPLVENSSYTAAEIEDLTGKFIDHISKNGNGSALT
SMNEQSSKIATEAVNNLISQVLKDSLFNKIEV*IKKK                                           
>Contig24872_Pirum_gemmata_fr6                                                  
AIFIKFVRNLNFKDVLFVELNMATKVVELPSDVYYSCMSHALTTEKEEIMGMLFGEKNDLPDGMVVSIVGSIVLQRSNRA
KDRVEISPEQLSFATTQAEVLSKTLNKTITVVGWYHSHPHITVFPSHVDVNTQKLYQLMDQYFIGLIFSCFSENADKSQR
FQVTCFQSVDKDGIAEHAKVPLRLSLKPQLSQEALDACLNLTKLLSEEERHAYIESLKTNELLSPTCAVYNGAVYTKSLC
RIMEVVLTPICEFLDEKNKANQKEIARLKRTKQALLDR**TIKCLNVSIRFILN*PMLESIEYMFESNQNVLF*SNSL*V
NPRPLR*FHT*YQTFFLTFF*TLLLTFIIIMRILKTINF*ICNHFSNFYCNVRVFCLKNVQLQRARKYATIREASAQF*A
ANRPIRICIESVRIEKFTQLLSCNAKPEGFTKVSSVQIEEFKMVSS*VIMFT*KGSRYIYVSFFYY*KLRNLLIKNFL*Y
LRTFSRPI                                                                        
>Contig37720_Pirum_gemmata_fr6                                                  
QTQPPPSVPLDLPSSFGSFKDGKTKMELPSDTIPKFLTKVQTNTKRNLETCGLLAGCLRNNVFKVTEIVIPKQSATSDSC
TTKNEEEIFMYLDKYDLLTLGWIHTHPSQTCFMSSLDMHTHYAYQVMLPEAIAIVCAPSYNDNQQFQLTQNGMSVIMNCK
KTGFHPHNTNKKIYSPEETSHVKQTQSRIKIVDLR                                             
>Contig72344_Pirum_gemmata_fr6                                                  
EILRLTKLVVDSHVQFRLGNVDAFQLADGIQYIFAHVGQLTGMYRYKYKLMRQIRMCKDLKHLIYYRFNTGAVGKGPGCG
FWAPGWRVWIFFLRGVVPLLERWLGNLLARQFEGRHSKGVAKTITKQRVESHFDLELRLSVMHDILDMMPEGIRQNKTRT
ILQHLSEAWRCWKANIPWKVPGMPIPVENMISRYVKMKADWWTNTSHYNRERIRRGATVDKTVCKKNLGRLTRLYLKEEQ
ERQHNYLKDGPYMSSEEAVAMFTTTVHWLESRRFSPIPFPPLSYKHDTKLLILCLEGLKEAHSVKSRLNQQQREELGWVE
KAYDNPHETLSRIKRQLLTMQYFKEVGIEFMDLYSHLIPVYDIEPLEKITDAYLDQYLWYEADKRRLFPPWIKPADTEPP
PLLVYKWCQGINNLQDVWETADGECNVMLETSLSRLCEKVELTFLRSLLRLIVDHNIADYMTSKNNVVINYKDMNHTNTY
GLIRGLQFASFIVQYYGLVIDLLLLGMHRASEMAGPPQMPNDFLTYQSVATETKHPIRLYSRYIDKIHIMFRFTSEECRD
LIQRFLTEHPDPNNENVVGYNNKKCWPRDARMRLMKHDVNLGRAVFWDMKNRLPRAVTTIEWDESFVSVYSKDNPSLLFN
MCGFEARILPKCRASMEEMSQKDGVWNLQNEITKERTAQAFLRVDDTSLQKFNNRVRQILMASGSTTFTKIINKWNTALI
GLMTYFREAAVNTSELLDLLVKCENKIQTRVKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLRWSQQTDT
SITHFRSGMSHDEDCLIPNLYRYLQPWESEFIDSQRVWAEYALKRQEAAQQNRHLTLEDLEDSWDRGIPRINTLFQKDRH
TLAYDKGWRVRTDFKQYQVLKNNPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASG
FEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHES
IVMDLCQAFDQELDPLDIETVQKESIHPRKSYKMNSSCADILLFAAYKWTVSKPSLLADTRDTMDSTSTAKYWIDVQLRW
GDYDSHDIERYSRAKFLDYTMDSMSMYPSGTGCLISIDLAYNLHSAFGNWFPGCKPLIQNVMAKIMKADPALYVLRSRIR
KSLQLYSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGGLHLKIIHTSVWA
GQKRLGQLAKWKTAEEVAALIRSCPVEEQPKQIIVTRTGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKIEKFGDLILK
AMEPQMLLFNLYDDWLKSISSYTAFSRLILILRALHVNPDKAKVILKPNKTTITEAHHVWPSLKDDEWMNVEVQLKDLIL
ADYGKKNNVNISSLTQSEIRDIILGMEISAPSQQRQQIAEIEKQTKDHGQLTAKTTRTVNKHGDEMLVTTNVAQWSGTFA
SKTDWRVRAISSTLLHLRTNHIYVLCDNVKETGYTYVLPKNILKKFIVSADLRTQIGGYLYGVHPPDNPQVYEIRCIVMV
PQYGTHQAVHFPNKLPQDEYLDDLEPLGWIHTQPEETGSSYLNPQDVATHSKILSDHPEWDIEKAVIMTCSFTQGSCSLS
SYKMTPSGFEWGKNNRDASNIQGYLSSFYENVQMLLSDRFLGFFMTPALGSWNYNFHTAHDPTMDYDLQLANPKEFYHEI
HRPAHFANFAKIENKDDLFADFEDVFE*FA                                                  
>Apar_comp874_c1_seq1_fr4                                                       
GLLGGRYEPASRQLVVRMAWPCNSTSTTMQCEMDPESELAARTEFGNLGLEAVGWYHSHPTFAPWPSM            
>Apar_comp9211_c0_seq1_fr4                                                      
LIAELEGQVLAVVLHGLLGPLATNKALSVKNGVFRVGGQLVLGGITHQPLTVLGKGNIRRCNTITLVVGDDLHTAILENT
HTGVRSAQINADNRAVVGLLFFLLLGRERASQRTAEEKWALKPKNTHDRSHTRTHVGSHTHRHTFALPTHTAMDRRDRRR
PQQQLSDLNQAPLEVVQMDGLAVLKILKHCRESLPELVTGQLLGLDVENRLEITNCFPFPSRGGEDEDDQEGAEYQIEMM
KSLRDVNVDNNTVGWYKSTYLGSFLDESMIETQFNYQENIEKAVLIVYDPHRSAQGVLSLRAFRMTKTFFDLYKAQDGFN
PESLKAHRLTHDQVFQELPIVVHNGALLQTLLWEIDQPSLMGDSYDRLDLTVNPYLEKNLEFLIECGEELGSEQSKYQFY
LRSVARQQQQQAQFMQRKQAENEKRRAMGQEPLNDDDLKDNPLFKPVPAPSRLDTLLVTNQMANYCRQVNEFANVATSKM
FLVQSIQKRKL*SQST*LDKGTCT*AHATPCYVVIVWPCIGRMRVRYISRQ*SHAHLHELTALLHAVTSQHLLPCYAGRP
YSCKAIEQL*MLSLAVKK                                                              
>Apar_comp17524_c1_seq1_fr4                                                     
HTTDTCAIFYVFFRSSVTVFFGQSVS*L*PVSPLAITNMPEPLYLADTAVAPRVKVRPVVLFAIADHYARREEGQHRVIG
TLLGVARDGEVEIRNCFPVPHNETADQVAMNMEFQRTMFELHQKVNQKEAIVGWYATGTEITEHSVLIHEFYGREADNPI
HLTFNCDVTKGAFGFQAYVSSPLGIANRSPGTVFVPVQAELAYSEAERTGVDLLQRSKEAPNGTMPILTEMDHLESAVDR
LANMLDAAHTYVKKVVEGEQEGDKNVGRQLLSLVQTVPEVDGAILDRLFNNNLQDLLTVVYLTNLTRTQLKLSERLYNVL
*A*VWACMSFIVGCPVNTQTHKHTHTHHLSTTEKHGKCLQDLHHILLSKHCG*DPVWYTVIYVVPCDILEFTPGVYEQTL
KNDIWLMQLVCQHLG*GVPQVGAGKPMLPLHVFGTGVDKAVSTEK                                   
>Apar_comp24100_c1_seq1_fr4                                                     
LQSSRRQANIRQTLRGHFFEG*KRGEGSNWFSKGKRPLDGHSRHCRIEPPSWRVFSRLRGASSRLVSYCPSRWVVLRFPL
HRQLVD*VKSSWRKRPKKWQQLQSKRYSDKRKFGFVEAQKEDMPPEHVRKIIRDHGDMTSRKFRHDKRIYLGALKYVPHA



ILKLLENVPMPWEQVRDVKVLYHVTGAITFVNEIPWVIEPVYIAQWGTMWIMMRREKRDRKHFKRMRFPPFDDEEPPLDY
GDNILDVEPLEAINMDLDEEEDKAIYEWFYDHKPLANTKWVNGPSYKRWKLPLPVMATLHRMANQLLSDLVDDNYFYLYD
MKSFLTAKALNMAIPGGPKFEPLFRDTDPGDEDWDEFNDINKIIVRHQIRTEYKIAFPHLYNSKPRKVHLAKLHTPNVVY
INPEDPDLPAFYFDPLINPIAMRTSTGVRQLEPEFDEDDTFELPEEVSPFLQETPLYTDNTAAGIQLLWAPHPFNRRSGR
TRRAVDVPLVKQWYKEHVPPNQPVKVRVSYQKLLKCFVLNELHHRPPKALKKRYMFRSFKATKFFQSTELDWVEAGLQVC
RQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLVVDANVQYRLGNVDAFQLADG
MQYIFAHVGQLTGMYRYKYKLMRQIRMCKDLKHLIYYRFNTGAVGKGPGCGFWAPGWRVWIFFLRGIVPLLERWLGNLLA
RQFEGRHSKGIAKTVTKQRVESHFDLELRAAVMHDIMDMMPEGIKQNKARTILQHLSEAWRCWKANIPWKVPGMPVAVEN
MILRYVKMKADWWTSTAHYNRERIKRGATVDKTVCKKNLGRLTRLYLKAEQERQHNYHKDGPYISPEEAVAMYTTMVHWL
ESRRFSPIPFPPLSYKHDTKLLILALERLKEAYSVTSRLNQTQREELGLVEQAYDNPHETLSRIKRHLLTQRSFKEVQIE
FMDLYSHLIPIYEIEPLEKITDAYLDQYLWYEADKRRLFPPWIKPADTEPPPLLVYKWCQGINNLQDVWDTSEGECNVML
ESKFDKFYEKVDLTLLNRLLRLVVDHNIADYMTAKNNVVINYKDMNHTNSYGLIRGLQFATFIVQYYGLMLDILLLGLHR
ASEMAGPPQMPNDFLTYQDMETEVRHPIRLYSRYIDRVHIFFRFSAEECRDLIQKYLTEHPDPNNENIVGYNNKKCWPRD
QRMRLMKHDVNLGRAVFWDMKNRLPRSVTTIDWDDSFVSVFSKDNPSILFNMTGFEVRIVPKIRMHGEELVHRDGVWNLQ
NEITKERTAQAFLRVDDDSLEKFNNRIRQILMSSGSTTFTKIINKWNTALIGLMTYYREAVVNTQELLDLLVKCENKIQT
RVKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLRWSKQTDSGITHFRSGMSHEEDCLIPNLYRYIQPWES
EFIDSQRVWAEYALKRQEANQQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTDFKQYQLLKNNPFWWTH
QRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLW
WSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVFDQELDALDIEVVQKETIHPR
KSYKMNSSCADILLFSTYKWNVSKPSLLADTRDTMDATTTQKFWIDVQLRWGDYDSHDVERYCRAKFLDYTTDNMSIYPS
ATGTLIAIDMAYNLHSAFGNWFPGCKPLIQQAMAKIMKANPALYVLRERVRKALQLYSSEPTEPYLSSQNYGELFSNQII
WFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEETAALIRSLPVEEQ
PKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKIEKFGDLILKATEPQMVLFNLYDDWLKTISSYTAFSRLI
LILRALHVNPDKTKIIMKPEKTTITEAHHIWPTLTDDEWTKVEVALKDLILADYGKKNNVNVSSLTQSEIRDVILGMEIS
APSAQRQQIAEIEKQTKEQSQLTAVTTRTTNVHGDEMYVTTTSNYEAQTFSSKTEWRVRAISATNLHLRTSHIYVSSDNI
KETGFTYVLPKNILKKFIVISDLRTQISGFMYGVHPPDNPQVYEIRAIVMVPQWGTHQQVHLPGGLPQHEYLKDLEPLGW
IHTQPNELPQLAPQDVTMHAKIMADNKEWDGEKTIVVTCSFTPGSCSLTAYKLTPSGFEWGKNNKDSGSNPHGYMPSFYE
KVQMLLSDRFLGFFMTPSVGSWNYNFMGVKHSPNMRYDVQLANPLEFYHELHRPSHFLNFSNMEEIEDVATDREDAFR*A
KKYGCNSAPCACVFVGALCESTVVCVCV*NSPCHYTSFLV*ICSVFVVFFLGGWGSR*KY*TFNSTKMVCIHISGHLLVC
WFFFFNLFRALHYSQDTQSV*MLRECEVLTRISAWGGAYNVLGRAWGLHLVLWL*STKDKRHQDAVLVNVVCGCLV*FCL
SVAQIIQRRYGW*IDFSEQVTVGNKILYPAANHISE*SWNVP*KKKK                                 
>Apar_comp12740_c0_seq1_fr5                                                     
DQSFAKERNKKAGIYTFYTSIP*LNWQIHTQVMS*IFSS*GNINFIELFHRVLPVTLRNQTFHRHRASIRHPQYSQISVD
RSTQGFSPSWWSTPRCFSRVWTNGNVTLSHPPVFFHQANMADPNASLFSDVVSSLQVLLHPLVLVHISDHFTRRRVQGGD
GEQNPRVIGALLGTQDGRNVEVFNAFELLTRVEGGELIIDPPYFQSKQEQFKQVFPTYDFLGWYCTGPDPISENMKIHKQ
IMQLGNENPLFLRLDSGSTTDSALPVEVLETMIEMVGGQPRTLFVRVPYKIETGEAERIALDHIARTAVTNESQQNTTSQ
VSSHLRNQSNAVHMLYKRIKILVDYCIAVDRRELPEDASILQDIASLCNRLPVMDSPDFKQELLSEYNDVLLMTYLATIT
KGANAINELAGKVTAIHADRGKGIRPLGQFF**PNLV*KKIKKRPRRGRSANERTFCLVLLCILAMEAWV*FHQ*ALGYR
FWFFLWLSLVLLAGMFVLSEVLVLVSS*FFFSFSVG                                            
>Apar_comp13486_c1_seq1_fr5                                                     
LDISSWFLSLAATNTTRNCETCGVLAGTLHHGRLQVTHLLIPRQTGSSDSCAATNEEELFLYQDAHNLLTLGWIHTPPSQ
TCFLSSVDL                                                                       
>Apar_comp17383_c0_seq1_fr5                                                     
RALPVHHAYPCRELLHDDPHANYEVNVEMHPESEIEVREKITSSCMQVVGWYHSHPTFKPIPSNRDVENQHNYQVLFQDP
KEKIAPFVGAIVGPYDQAMPTDTSVVNWFHVRRPPTATCEGEARALDVETTCSPLGPRPNALDLAVKEMQELVDTYCTSA
HRIASLDEVWRYSSGAEGEGAIARSIGAKLALSLGARLANAGQRRRVEKEVLGYLRERWEEGPAA*VVSGCGGG*SEYGR
GQKSEVSYVNTRI*CCIQLVFAPGMLA*LGYKDVCLWWLVDHHRTVMIVRVGSHIKVNAAVYAGALGGCDDVHMMTHVFK
CAGTCTWSGGCAPCGSCACVCSCSHS*LVLFDGD*SPCIVSGQRGICLLL*YYAQLTEFVQNLPPGQQNLNGSIHPHANY
P                                                                               
>Apar_comp19392_c0_seq1_fr5                                                     
AAALFTVFFFFHMCAVQR*CFVTFATCRPTHSIMHRQLKHSQ*GGSLYRGEPLQFSVATWHSPPSIHPTSIVAIQHTLPP
LSLAHIATMTVLPLDKVTVHPLVLLSVVDHYNRVARDTKKRVVGVLLGSVRGRTLDISNSFAVPFEEDDKDLSVWYLDHN
YLENMYAMFKKVNAKEKLVGWYHTGPKLRQNDLEINELLRRYTPSPCLCIIDVKPKALGLPTDAYVAIEEIHDDGTPTSK
TFEHVQSEIGAEEAEEIGVEHLLRDIKDSTAGTLAQRISNQLNSVRGLHSHLKEIHEYLLEVAEGKLPVSNQITYEMQDI
FNLLPNLNVEELVQSFSVKTNDQMLVIYLSAMVRSIIALHNLINNKIANREQEKSDLQGATEKEEKPKKDLEEQDTATDK
PDMNVTAKESG*INRGFLCLCVTSA*ACSCCTAALVFIVACQASGVHLAPG*VCDHQGCREQRILWLPGLVPSWSMGPTE
HAHHLTNFLHV                                                                     
>Apar_comp20826_c0_seq1_fr5                                                     
GNSRKCFAVVTL*ILAENK*HSYTCNHTHANQVIIYGNPSSKQSFFAYFFSPLFHTATSSTELKNTAKMLKLVRVPSDVL
LVCLTHALSTDKEEIMGLLIGDIKQDGNDYVTNVQSIFIMARNDRAKDRVEVSPAQLSEAATYAEQLSHELRRQVQVVGW
YHSHPHITVLPSAVDLRTQAGYQTMDSCFVGLIFSCFTGTERNKTEERVQVTAFQALQVGSTYERQEVAMEVVSEGLLLA
SNLKALVSLAELMLAEEQQAHRQSINDREVSVMEAIHSGAIYTKALCQLMEVLAGPLLQQLQARIESNKEQLNSMRAETE



MLLKGAY*PY*AGQ*PYMGNGTHTSIRECGFLESMLEHTHTNAHIFGTSLSAVRAPTQITTKTHDQTFIACTHARTHAHA
HVQGWDEGCLTMQEGEIARITMIGSKGYGPRGFPAWGIPPNAALCFEIEILSIQ*DFRLLLCFREGQVWDMRLQVSGGSN
ALPRNPQELFWVYSVSF*IAFSKGSWETFLFSFFLFRIDLQLQQ**KRKFERVYVIVLDPFV*HCVPEVQVSDQ      
>Apar_comp22651_c0_seq1_fr5                                                     
MTYALCFVRRQYFCFCS*GQT*TFSIYTSHVNMERYQRLFGSGGMPGMQPPVADAPAVDTAEMVYISSLALLKMLKHGRA
GVPMEVMGLMLGEFVDDYTVRVVDVFAMPQSGTGVSVEAVDPVFQTKMLDMLRQTGRPEIVVGWYHSHPGFGCWLSGVDI
NTQQSFEALNQRAVAVVVDPIQSVKGKVVIDAFRLTNPQLIIMGQEPRQTTSNLGHLQKPSIQALIHGLNRHYYSISINY
RKNELEQKMLLNLHKKSWTDGLTLEQFDKHTHLNAKVVQQMLDLARLYNKSVEEEDTMTAEQLAVRNVGRQDPKRHLEEQ
VTVLMTTNIAQCLGSMINTVVF*AGPGDHSLKFFILVK                                          
>Apar_comp17482_c0_seq1_fr6                                                     
PSLFPFLPPPPRAPPPVRISESSSRRAHSPLALMVAASCAILPLHLLAITHRNNYLSAWWAAYPSILDRMANHMNIDTDN
ARKTFELENNIQQDADLDNLYRFSNEEQQRQLQEKAWTRDPNYFKNIKISSLALLKMVMHARSGGRLEVMGLMQGTVSGN
TMVVMDAFALPVEGTETRVNAQQEGYEYMVQYVQLIRQAGRLENVIGWYHSHPGYGCWLSGIDVSTQMLNQQFQEPFVAV
VIDPTRTISGGKVELGAFRTYPKDYTPPNEPESEYQSIPISKIEDFGVHAKQYYPLDVSYFKSSLDQTLFAQLWNKYWVN
TLSSSALLANHEYTTGQISDLAEKLERADSQLQQSGRGGMVAAKKKNSQLAKALKDSNKMSIEAVHGVMSQVLKAALFNQ
SAST*LT*FV*RHRRTCECRHLGSRETLLI*SIHLGPFLLRVYMPLILLEPLPNTCLHMDAGTACTV*THPHTLAVCTHR
HTHTNHPSMVCMHMLHALHPSCRCRMHNSVCI*LPGATQIELQYNITRQNE                             
>Contig2019_Corallo_2_fr2                                                       
FEVSLATSSLSLLLIG*QQHSALLTESNLVHIGIG*IDLFGVVADFDQRNSRN*TREQ*NN*ITVYQHWFVVSLSLDTS*
TMEDTFGPNTNYTLWKPQRVVVHPLVLLSVVDHYNRVAKNTSKRVVGVLLGARKGNELDVSNSFAVPFEEDEKDPSIHFL
DHNYLENMFNMFRKVNARERVVGWYSTGPALRKNDMLINDLIRRFSPNAVLVIIEVTPREMGIPTDAYYAVEEVHDDGTP
KSKTFEHIPSEIGAEEAEEVGVEHLLRDIKDSTAGTLAQRISNQMSALRSLKTRLDDVHQYVEKVHKGELPINYQIMYQL
QDLLNLLPNLNLESLLTAFSVKTNDQFLIIYLAAMIRSIIALHNLIDNKIENREHEQREDGLEEDLEKEKEKKAAEEKDK
ADKKDKETAKADGS*VCCRHVVFRSSFFVVYYWRQ*RHILDSVP*KTSSLLNALKI*ECTQVSVTLVKSTGFGDAARLTD
A*HP*NGPKGHQSRDHQFGPDSPPDCDH*EGRDWNRTHAADRPRCCCFRRLRCC*RVPHPDSPWTLQRSCVTCPWIFS*S
RDSGLWPLP*GSCGAPHAWLSSSMGVQHSNGSATA*RQETAARSLEYRTGTATSKGASQVPRVEVADTQKSGSPASAPVC
QLQ*GTEH*SPVCHK*R*ACRHVHTFGQAGKGRTD*WDSLTSTCIEVRRTQQPPRSPAP**YCALPAALRR*EVCSWRAG
QCCK*SVHLAHVPASGWWPRS*VML*LASRYRPFSQ*SCRGTAGNPYLLQTS*SVL*RSDQSSALSP*LVEHTAAVLQSL
PHRSACPWSLRCYSKSLPEFLRPSEPLRCLYRTRSLAAEGRTRRRDLRGRPDGDGGE*GTTVVPPFVSRLLCRVAADSGS
*LPGQL*VHSPGLPSPHHQSHR**LAAACTHQGAQ*HVEEPGLHPLRQTSTGLWVKKDTAVQHVKYLANMQVFRCRTCV*
R*RAT*EPSASSQSRGNYSV**Q**S*HGSLPDCWTQSPAKILQVVSVFGFAALSWDH*GS*KDRLKTLASTQPNQCPVP
HPRCQSS*PQTGERTDQ*PEYVLSIVE*ISARQKR*IRLQHP*EGDL*VQPRFLHSDPDPQLAGSNCQRCH*RTRGCGTV
RPS*YYTGPHTHSTEYGSPDPESRPEPVALSGGCGL*YCPVPWQ*QWLPMQSDLLSVHWLLESRRIPSEYMQQWLEYVPG
LQHAVPLSQFVLLRGPQSFSCRTICH*APE*PGWARVPYCSQIYMTMMDPPPSLLSVIEGPISHLLCPSL*VRRLVIMFR
PSSTHGGNPIIS*DVFCT                                                              
>Contig3300_Corallo_2_fr2                                                       
N*NAGIGPGP*LHAHRNYARQKSDTMAAASSGPEDVLGADSYAQTRLRNLRDWALRTTPTIDQGINARLYAKTAGTTLDN
GSEELNKSRGEGQMLRDAYVHIMRALELSVQRLPTHPKYKEQTTVEQRNELKRKCKKAFEELETIKTLLLDHFREEHAQA
LERQRQLMEAAMLAPEPGDSDDEELEDVEGEYVYDEDDDLVDYDDGEGRAEKEFQDLSRQSYGTEENPPAYTSHAGQTIE
DLNQSSSEDEGPLYGDAAADLYTATHSKRGKTAVPDRSSKPKIPGMASGTVPPPVLRQSKPMSTSSSLDYNGGSYPSVDR
HSKPTILGPAMPDRNSKPTHLAGAATAPIVNRDLKHGKKAKDAKKRNERRRKERKDSGATAPVPLGKRTVEIPQDLMDRF
LTIASTNTARNVETMGILLGKVRKTKLVCKILAIPKQTGTSDSVETEREEDVLEYQLKHDLITMGWIHTHPTQTCFMSSV
DLHTHCSYQLMLPEAVAIVVAPRYGDKGSFSLTQPYGLQYIAKCTGTGFHPHPENPPLYEQSPLVRFKSSETTVVDFR*D
GA*ALCTPCQNT*TNRLLKNL                                                           
>Contig1783_Corallo_2_fr3                                                       
IFVVFIIFPWDP*IQQIVMENLSRIFNGIPGGRPQAGGDNPMVDTAEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFV
DDYTVRVIDVFAMPQSGTGVSVEAVDPVFQTKMLDMLKQVGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVA
VVVDPIQSVKGKVVIDAFRLISPQLLLLGQEPRQTTSNIGHLHKPSIQALIHGLNRHYYSIAINYRKNELEQKMLMNLHK
KSWTDGLSLQNYEEHHHLNEKTVSNMLELAKNYNKAVQDEDKLTKQELEIRNVGKQDPKQHLVKEIDVLMTTNIVQCLGA
MLDIVAF*GIGKWHKNSVTESSITNRSERVLQVSPCAKKK                                        
>Contig3998_Corallo_2_fr5                                                       
WIILV*TTPGDSADQREAL*S*RSLRLGIGSERHTSFVNYCFYWAVVTNMSAQPQATLSANLHPLVLINISDHWTMSNAN
ERNILAVRGALYGRTKGSEIEICNCFAVPFSGPSGTKNGEIDLDWFNVKQEQFKKVFPDLELIGHYVAGSFEQPFVLTQQ
ESISKMVEQGTSSPLLALHFDTDEFQEQAAATSLGTHPDQASAGKTQVSEITELPIHVYEVQKRRATATAAGSSTGTATN
TTDQGSDVLVKIKYRLVSEDSEGLAVQHLQTMRGQSYDGSTQADSKSVVAEQLQTQYNAIKALYDRITYVKSYLNAVKSG
QLPANRGMLRQINGTVGNIPALDTTEFTSEVLQEYNDVLLTTYLSLMTSGCGQIDSLISHVNTIQDRTGSAGVGGSTMGG
HQTSGMAPGTFMR*DREIHRSLPNFVFSYTPYEINRAPCQPQKYRT*NREAVSSTMKNSPFTDFVLDTLTWNFVSVVDCM
RCDSLSSRTRISGTDRVHQ*MIMEHQTRTLNACPVDTMGFA*PCPDSPCNPLVRECC*CRI*SLSAAPDSDPSPVH*PLS
EYPWVPPSPDGRPHCCRLRPTS*VPDDRQRFPCWALCTGCRPA*SAADPDRDARRTSAALRSNEPM*YRNRPPHLRSGGI
PRDGSRPRFHCGIRGRWRRACGHGRAVPGPFCRACAH**R*CGCGARCVPSPRDATERGSRSIRSRHSRGCCAPV*DSLL
EIRLTVLGPSGRTYRDRHGQGVSGVRRVCQSSRNCSRRTAGCSFLQSPSPGRSRGIPGALS*GDVDDQSPRAHPWHQSCT
A*KS*TSIPHWPTCPRSTPSLVFPILL*SWVLWPR*RR*CSPGPPTYASSCPSVLRQQLAGRPRLSDTSP*PDQ*SQSPL



SV*SQVHLHSYQ*TPT*PASPWPCRPSPTARAS*DRIEPCRQHLLHPTRASHGFPQQRSADPQQSKSNVSLSLCPTEQDP
RRHSLETSVLRP*PGDRLRPTGLGK*LSPHCPGCPGSAELSAADLLPCSTFRFF*TLHSVCVYDP**LLNQILEFDSETN
RSP*SFPKPLLCFLS                                                                 
>Contig4234_Corallo_2_fr5                                                       
IDWLYDHYPLAETKCTNGISYRTWKLSTSKLASLQRLASPLLDGSDEDDSFLFDMNSFLTSKALNLAVPGGPKFEPLHPE
LANEDEDWNDFNDINTIIVRGRLGERRRIAFPHLYNSRPRDVQLMRYSKSHSAFVTFEEDRETGEDETTEWARFNASINP
IVHRSTTTLPDIDLTWGAPAPDYMTVDSAGDTVDFVACPDLLPDFGSEPLTSKATTDAILLLHGPKSFNDRSGRMVRALD
VPLVKEWYLGKYPVDAPHKVKLSYKKMLKRHVLNELHRRRPKAQKRRNLMSSFRSTKFFQMTNIDWVEAGLQLCRQGHNM
LNLLIHKRGLTYLHLDYNFNLKPIRTLTTKERKKSRFGHAFHLMREFFRLVKMLVDAHVMFRLGNIDAYQLADGIHYIFN
HVGQLTGLYRYKYKFMRQIRATKDLKHIVYHRFNSGPVGKGPGVGFWGPAWRVWVFGMRGVTPLLEQWLGNLLGRQFEGR
QTKDLVHRVTKQRIESRFDIELRASVMHDINDMMPEGVRASKARVILQHLSEAWRCWKADTPWKVPGMPVPIEKMILRYV
KMKADWWTQNAYHVREQIKKGNLTDKTAAKKNLGRLMRLYMKSESERQQAYATEGPYLNADDAIKMYTSVVHWLESRRFS
PIPFPPVNYKHDTKILRLALERLEETYDVTGKLNQQQREELGLIEQAYDNPHEALARIKRHLLTMRTFKEVKVELVDNLS
HLTPCNTIDPLEKITDAYLDQYLWYEADKRNLFPAWIKPADTEPAPLLVYKWCKGINDLHDIWSVNRGATTVMVDGKLER
FHEKIDLTFLNRLLRLIVDHNIADYITAKNNVVLSYKDMSHTNSYGVVRGLQFSGFVLQYYGMMMDLLLLGLERAADMAG
PVEAPNEFLCFEDVEVETSHPIRLYSRNIDRIHMLLRFDDGEEARALTQQYLSEHPDPNNENIIGYGNKRNWPRDQRMRL
MKTDVNLGRAIHWEIRSRLPNSLATLRWEDGFVSVYSVNNPNLLFSMNGFDVRILPRSRAGQLPPSASDAEWTLQNSTTM
AKTAMAYVKVEQSAVDEFWSRIRSLLMTAGTSPFTKIAARWNSALLALVTYYREAIINTPQLLDIVVKAENAVQNKIKMG
LNSKMPDRFPPVVFYTPKELGGLGMLSMGHVLIPASDLRFSQQTEVGPSHFRAGLGNGEGQLIPNLYRYVLSWEAEFLDS
QRTWADYALKRKQALEQHRRLTLEDLEDSWDRGIPRINTLFQKDRQTLAYDKGWRLRGSLRKYNIPRNSAMYWTHQRHDG
KLWNLSNYRTDMIQALGGVENILEHSLFKATYFQTWEGLFWEKANGFEESMKYKKLTNAQRTGLTQIPNRRFTLWWSPTI
NRANVYVGFQVQLDLTGIFMHGKIPTLKISLLQIFRAHLWQKIHESIVMDLCQVFDQQLDDLEIESVQKEQIHPRKSYRM
HSSCADILLFAANRWPFSKPSLLTGKDSLDQGTTQTFWIDVQLRWGDFDSHDIERYARAKFLDYTSDVESLYPSPTGTII
AVDLAYNTFSAYGNWTPGMKPLITSAMTKIVKSNPALHVMRERVRKALQLYASESSEPFLNSQNYGELFSNQTIWFIDDS
QVYRVTVHKTVDGNLQTTPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLAQLAKWKTAEEVAALIRSLPVEEQPKQVIV
TRRGMLDPLEVHLLDFPNIVIKGSELKLPFQSIMKMEKLADLILKATEPKMALFNLFDDWLKSISSYTAFSRLLLIVRAL
HINMERTKIILRPDIDTLTEPHHIWPTLTDEQWMHVEVNLKDLILEDFGKRNDVNPSVLTQSEIRDIILGMKISAPTEQR
KQMAELEKTQKEQQDAKHVTTFTTQTTNVFGERITVTTSSNFEQQTFASKADWRQRALAAATLRSRLNQIYVASQDVAED
GYTYVLPRNLLNTFVTIADSRTQIAGYLYGTTPNDNDYVKEIQCIVMVPQIGTYQSIILPHQAPDHEYLSGLEPLGWIHT
QSNDIPYLSVQDVTTHAMLLDDHGWAMETAVVLNITFTSGSVSLSCHSVTADGMAWGRENDELVAKAGSELSYVPQHSQR
VPLLLSERVLGFFMAPEQGIWNYNFMGIKHSKGMAFSLALTNPRDFYDPLHRPIHFFNFAEKGTASSGHGARVGTDLSEH
ENVGPNDKVKPEDNEDLNEALVPDMEDVFG*LSEDMPANAGPPHFREERGEGRAPA*EILSRQRPPRFRPSG*FGQCA*P
T*FTS*RIFIN*SYEKRDAMRVGSMKTLTQISAYRA*MGR*TKRKRSQSQGCHEWCLRFRCGKVRRKLC*ASLTAKEIKE
GRN*YFKERNLSIY*SDCNRSCDFCRSCIETNS*CFRCNTSNQATPKNYYRLQSLRTGTKTPSGRKFGKIAMMDQNNLKL
EKLNGIDGMYASYCGANVPSPIVGCVRTWYPPRFLW*SSRQRLS*MYPAHIGSFLQ*TSLLAQQWRHLRRALQH*DGESR
SG*VDRNDS*SRPCRLPWMTFPI*HCK*LD*HLLF*HLLGSTCSLTRP*LHPVGLRGRGMHREG*SRYKHRRM*FH*GFA
CSSSVRLPCS*NFAACHMHKRAATPSCAAQKLPSTAQEQAAGPYTPA*VCQRVVYSFPDCSTCVCKPSVGKRPLCGRSPH
FQLAPFHDGPIAPGSVAAPLPFSHGATILCQLPSAP*SPSPSQVLLPVPPREWALILSWLDQQRHQAPPDRQAPPLTWGG
R*DLASSRPPLPVHPRRKLQSRKNLGK*LN*QHRLH*ALSDPSHSYLVLQRCLSFLLTEGPPSRHRWRCAHVAELPRAAP
ARPCFCPGDLCHPKRL*FQADDCSSQPIGFVAPFASAARQGSSELHLEQPFQTSPRLLLGFGSC*ERAQYSEDCWVGSFD
ELYTCPQRHRTQHQRRPELLRRGLPWCVRWYKSLSTKEIQSFQALIKNVLFQDQLWSGTTIRLRVCSGFGFQYFLRPDVV
FQTRSSASTVAAAYKLLFAFVFFRFSISHCSSTHYRPTPYP                                       
>Contig5229_Corallo_2_fr5                                                       
KTWNSCMMLRGWYFGRYCADQIHKPVEDWTEIKIERKLQLSWLQLG*GENHGLSNCHR*GF*TERYVLTKETH*SSQALN
HPATMDSDMAKKNWEMANDVQQMEDMAAMDQIYAFDEEQDRQSKTSAPWLQDPHHFKKVKISSVALVKMVTHAKSGGDIE
VMGIMQGKVTGDTMVVMDAFPIPVEGTETRVNAHDEGYEFMVGYMDLIKRVNRPESMIGWYHSHPGYGCWLSGIDVSTQR
LHQEHEDPYVAVVIDPVRTQMAGKVELGAFRTYPEGHKPPSGSGGVDDSGAKGGAVGKDSGTRSGATGSGISGGGSALST
TRNIPIEKVEDFGVHANQYYQLEVSYFISSMDKALFDALWVKYWVSSLQTTSLLANNEYLVGQTRDVATKMEQLHSKMQA
MGRVGYFMPDGKRKDADQMARVVADAQKISVDAISGLSNHIIKQIVFNYRPGQETVQSPENSSSVGQVPQAASVESRSQT
SK*TGTVLPNQKTNHWHMKSNKK*TNRNRNEATVFMVIGPAPLSVRAPELSGVGVPIFIRLA*LVSTLPPP         
>Contig1449_Corallo_2_fr6                                                       
ITYDESRVELRKRHKFPTLKQNRVIMNGSENDGPADTALYLNDSQLYPRVQIHPVVLSSILDHYIRRQETQNRVIGTILG
EVLPTGVVEVTNCFPVPHNETAEQVSVDLEFHRTMFDLSTKSNPKEVIVGWYATGMDITEHSILINEFYEAECNRPVHLT
VDVTLTNDEMAIKAYCSSSIGTPDNSTGTIFIPLSTSLICYDAERVAIDTLQRGKMPKSSKFDIMTDMDHLESSLISLRD
NVIQAQKYCQDVVDGNQKGDPRIGKQLLDVMNVVPKLDTKEFERLFNGNLQDLLLVVYLSNLCRQQLNLGDRLKMVI*SG
LLPCSSLHV*VSNTKYIILILCIV                                                        
>Contig2569_Corallo_2_fr6                                                       
GTSCSDGRQQTILPVMPSLTSDEQLARMLQMEEEGGGDYYGGWVDQEESDGSDGEWGRPKKKAKSVSRKRAPKPPPSPRE
ISDKGRRIRRDQGKATARSVQHWNSEETDKFYKGMMVWGRNWQAISEYLGTCRDPRNIASKAQKWFVKQYVERKPLPEVM
GKTTGFGYTLSGKPLDPQSTALSKFGGSKYLKEKDKFSPPPQDGTKLPEWESITTVLPAEEVEEMKRQRTANCEAGKVFD
KEASEKAKAAEAAARENQDPNGQPGPVKTVKAIPTKSRRQRWEEHQKIVGRFVTKNEEKPPTREKKERRAKTQATGFMNL
DSQGHSHNALMMVQCTQYAEDTQPFAVTVAPWVDFVMDCHAHLAMSEIIGFLAGTWDAETATLTVQEALPCRSLALGTTE



TSVEVDPADEVRVRDLIAEKGYRCVGWYHSHPTFKPIPSLRDVENQHNYQMLFNRDNTFDSPFVGAIVSPYDRDLPTMHS
KTSWFYVAPGQRDSAMVLNMKNSLDATIDPDEVYDKINSLCDICVGALERIHSLAEVWRMEGPNMDLDGREDGDQVPRTI
SEKMNFSLRLALTRHGVKIDDAEQAVTMALEIIAGNWELDME*VPHR*HSVLLPTDIHTFAFWITFLESLYKDSSLLVVQ
TKDQS*ASLVVWSKRNKTVK*EGP*AW*SRLRRTPSCGSASCRDGCARSHSRSRSQCPSWAWGRYCGCPIQQSAEQQTPG
RRMGTRI*TLRDQVHPHAGG*HLCCCSVPPYWT*WQRPCLQRRPRWQQPYAWPEAYGPW*SILRKG*TRHSGHHNAQFLP
ESCWHVYALRLVHPAGSHSECARWSSGQPC*DGTGCGK*NSARTSDRSL*RANSRFGEPPTPSSTVRTGTYWAWCSG*SE
*WFHEPSFAILHHSVQSCGKCRALAARSICTRN*RHRCSGSY*ASVG*SCKSSSASRLRSEEPACPIHWWSIQAALSQPP
GQPQPAALPSWNPAPRRHAWRHRWRDQSWCALAGTGVRGVE*CNAAGRQQRLRHASLTRPT*RE*SAGGGFLQNSNSRHS
QTVAGQPASDSARTSAGDHGRRP*SGWHWPNRPKCPG*WHLERLADPEKGPSRKPPRLRRPSALYRAQCRQQSPQRHVGN
ALLLLY*DVGSGA*KSARSVGRSCVPIP*RPAPVCLQNGPFPFLGPHPDTQ*LHL*S*SC*RCR**SCGEE*VPPL*TLR
CL*SCGKPPARSVPAYEGICSNRWSSCHRTGHYCTRSLSMAQCCSCPYA*LSSHEVRNAYLLQIRP*SQSLPWRVSSCHQ
R*CCLVP*KQ*HAMEQTHCAGSA*SMQPQALAHILLVESGKR*NWSQLPDSASACCRHPELPLPPRRTLRRLHG*SQPPI
K*CRSCRPRCQQALCQEPQQARRPARAPASGSQAEQSARSCRSRRLWMPPSARRLHGYYAVCSKPAQSR*GSPIHGR*GA
*WVQTAPSREPL*FHAPQPCLPC*LQA*ASQ*CRTSQACSCRKRSESTPVLSSGLQSTD*SKGRTRPIATAVPRLCRAER
GAGD*PVIAGAS*PGGTKCFVCACAYDRSHSPACRQVN*RSHCSCGKSCRWMPAGSGRGRGP*ALSWQLLHRLRSWLGCP
EPRHEESFRCAPCIFHRHVPQPDF*PLASTSVDQPPETGAP*YSIQLPARHFQFPAVPDFRGPH*K*GAKSVEYSSCSLW
PLLYNVAPTSPALAPKVCPAVRRQTPALHLREHAIQLKCPRGWTAVPTCSGSVQDLSIRPHSHNEDRCCILR*VTSDSCG
AISWRSWQAWLDHAKSVAQEWKAAPSCRKADVGQRGAQSD*RCGDSIRGLHQRD*YLYQPFHHLPH*LQSEQ*AKSAFQR
SKV*RSSKSAQDSFVQLIHTVVRPTSKQACEDCSP*SGTAAPQQV*IAQDSIEQKTVLRWLRPCGFDLLRCCDYRCSQSP
VGSRRVSKCGQ*MRPPSPRRMLSST*SPCPVP*PPGPGWHKS*DHRWAHMSRQQSRTSVWRRS*CSHWGQYHGEHSASKE
QGANIPQGSASV*QEASQSGSIC*EHSPSDVLR*QSQEPDK*PPLAEE*SLPVQ*TPGASSLRRQP*PWWDSLRT*HA**
PIAYSSRTPRIHFYPVSRIPESGSCPFSPSSDDEQMIR*DS*ANDSGFLSNYLSYWGGKMTQRNEVAHSNVSEQRHLESS
C*Q*DPRWS*SSSKFDHFQATGVYSSEAATFAMALEHWCLPVRSECAESA*TVCSRMDSNQLGLHCPPPIGHTDGTTADP
SLDTARSNPRTDTNPGTTSAMARTFSRYGLWVRTNKADLEP*TCFRQMDTSDT*TRPESPASLPWQNTSEPAQSAVSECC
YDLIDWDLQLGDVGNSSVQ*SRTEGAMVKPGPQR*LGASFATTYAEFVPKMSANDVAGP*W*PRHTLP*SNANGHLSRIA
LRTTQGIALNSLSSAEYVCSTSPKCWTCKDPP*FALACGLPLQASPLHMEADSIRERDVPGHPPPRTLRHLQTGSLPLCL
SDT*VSEKDVRYVLCETTMSSTNALHGSMPTICVYLYLSLIA                                      
>Contig3396_Corallo_2_fr6                                                       
KKLECTFHCVTTYRGE**LFESSSYSFPGLFVTLIYLLL*LQL*QYRVLYRVLKKRDINS*ATMTSMAQALAQGMGQSST
QAPPSHGKIPTYVQVDALVILKIVKHCQESHSTVSGQLLGLNVDTCLEISNCFPIPNVEDIDGQDAESFKYQYQIDMMRQ
LREVNVDSHSVGWYRSTFLGPPAQQTFAFNAAIVDTQFVYQDQIEQSVCLLYDPLRTAKGTLCLRALRLTQKFMDLYRAS
DFSHIAIRQANLSYNDIFEELPIKISNSSLMQVLLHEVDRQITDTYEELDMTTMPFLEKSLELLVGSMDQYTRDQNYFQQ
HVRSYMKVQQQVTQFIQKKRADATARGEDPESAIDEEEIMQKFQIPEPKNRLEALLISSQVSQYCRQIQQFASTSFARLF
LSELLQKDGSASVEGGSAPAAVSAANPGQN*NEVKVKHMNLKVKNEWKACETTKYVCITNSSFRFLSLVASSMIITFLIN
PQFHRCHLFTTI*VVSIHSGPSPRIGNKQTRLLLLRRCRV*VQTVLLVDKLASRTGCRPNPQVTAVIWLSTSSGYLLLGH
GSFYQRAQVRCRGKHSTYQCSNPHKDHYNWRAIFLDLHCEFIEIEVHEDTRCTLKAAPSIGLGQELGEVDFSLVIECCGH
SGFCVCLLARGCNLIEQRQSAEAVLVECWNDLQIVVHGLGAGILGHVLNTGVLAIACDDLFKAEVDVVPLF*VYDIDFVG
QMHVRVCGNAVIWLIADLKNFETVASVIDEVWIGDPPYMRITEVVNIFLSVVNSQSGCHLAADQGATDAAGIADLLEAVI
SPFTLGDFYQACGTCPISVDFDSCLLWRVSCCPELHPLEFV*FKVRLGEAEMGLDAARLVHTGLSIRGSVQDVDLIVIAT
SPYHNVNVNGYRIQPRGSSCVVDFI*VLHLQRTPVSQFGKNENECSKQCSKEGHSTGRSANHVIMLCL*KTIELCKECTH
LS                                                                              
>Spom_NP_594773_1                                                               
MNILQGSEAPLSYEEIASRAGAFDFNKNIPLKNWLRTSTTISKQAHVYVSEHDYSNGVFLLFRYCELFMKCQKHPDAAAY
KKELFDYYQGVRNALEEIELIKPIVKEQYEQYQCQKNDLDDLKKLSMKDSQPSLEKPVSYVDEPILEQWALSDLQILPPS
STDLLSPDSQKLSKSSSDLPQFDYPSLNSSPTFNSNLPISSSRFEKTSLSDSKLVSPEPLDDNKDIQFIKKPIYTRTSEP
RPKPAGTFKIHAYTEGGKPLRTIYLPKLLKKVFLDVVKPNTKKNLETCGILCGKLRQNAFFITHLVIPLQEATSDTCGTT
DEASLFEFQDKHNLLTLGWIHTHPTQTCFMSSVDLHTHCSYQLMLPEAIAIVMAPSKNTSGIFRLLDPEGLQTIVKCRKP
GLFHPHEGKVYTMVAQPGHVREINSKLQVVDLRVK                                             
>Spom_NP_594014_1                                                               
MESLQRLLQGARMGTGMMGDQPLVDNSECVYISSLALLKMLRHGRHGTPMEVMGLMLGEFVDDFTVRVVDVFAMPQSGTG
VSVEAVDPVFQKNMMDMLKQTGRPEMVVGWYHSHPGFGCWLSSVDINTQQSFEQLTPRAVAVVVDPIQSVKGKVVIDAFR
LINPSTLMMGQEPRQTTSNLGHINKPSIQALIHGLGRHYYSLRINYKKTELEEIMLLNLHKQPWAHGLLLENFNSAAEKN
HASIDKMKSLSEQYTERVQNEVTLSPEQLRIQYVGKQDPKKHLDAEVQKCIDNNISSMLACMLDSVAF            
>Spom_NP_593861_1                                                               
MASLPPGNPPPPPPPPGFEPPSQPPPPPPPGYVKKRKNKTPAQSGNLEKQLNERARKWRASQKSKFGVKRKQGYVQTEKA
DLPPEHLRKIMKDRGDMSSRKFRADKRSYLGALKYLPHAVLKLLENMPMPWEEYREVKVLYHVTGAITFVNESPRVIEPH
FIAQWGTMWMMMRREKRDRKNFKRLRFPPFDDEEPPFSIDQLLDLEPLEAIRMDLDEEDDAPVMDWFYENKALEDTPHVN
GPTYRRWKLNLPQMANLHRLGYQLLSDLRDDNYFYLFNDNSFFTAKALNVAIPGGPKFEPLYKDEAPEMEDWNEFNDIYK
LIIRHPIKTEYRIAFPYLYNSRARSVALSEYHQPSNVFVPPEDPDLPAFFWDPIINPITSRQLTLHELDTSPEDSAIEED
PNFEIPFDPFFHSEDIEFEHTASALILLWAPHPFNKRSGATKRAQDVPLIKHWYLEHCPPNQPVKVRVSYQKLLKSHVMN
KLHMAHPKSHTNRSLLRQLKNTKFFQSTSIDWVEAGLQVCRQGYNMLQLLIHRKGLTYLHLDYNCNLKPTKTLTTKERKK
SRFGNAFHLMREILRLTKLIVDSHVQYRLGNIDAYQLADGLHYIFNHVGQLTGMYRYKYRLMRQIRACKDFKHLIYYRFN



TGPVGKGPGCGFWAPSWRVWLFFLRGIVPLLERWLGNLLARQFEGRHSTGVAKQITKQRVDSHQDLELRAAVMNDILDMI
PEGIRQGKSKTILQHLSEAWRCWKANIPWKVPGLPAPIENMILRYVKSKADWWTSVAHFNRERIRRGATVDKTVAKKNLG
RLTRLWLKAEQERQHNYLKDGPYVTADEAVAIYTTFVHWLESRRFQPIPFPPLSYKHDTKLLVLALERLKEAYSVKGRLN
QSQREELALVEQAYDNPHEMLSQIKRRLLTMRTFKEVGIEFMDMYSHLIPVYSVDPMEKICDAYLDQYLWFEADRRHLFP
SWVKPSDSEPPPLLVYKWCQGINNLTDVWETSNGECNVLMETRLSKVFEKVDLTLLNRLMSLLMDTNLASYASAKNNVVL
SYKDMSHTNSYGLVRGLQFSSFIWQFYGLVLDLLILGLQRATEIAGPADAPNDFLHFKDQATETSHPIRLYTRYIDKVYI
MFRFTDEESRDLIQRFLNENPDPTNSNVVNYSKGKKNCWPRDARMRLMKHDVNLGRAVFWEIRNRLPRSLTTLEWEDTFP
SVYSKDNPNLLFSMTGFEVRILPKIRQNEEFSLKDGVWNLTDNRTKQRTAQAFIRVTEDGINQFGNRIRQILMSSGSTTF
TKIANKWNTALIALMTYYREAAISTPELLDLLVKCESKIQTRVKISLNSKMPSRFPPAVFYSPKELGGLGMLSMGHVLIP
QSDLRWSKQTDTGITHFRSGMTTNGEHLIPNLYRYIQPWESEFIDSQRVWAEYAMKRQEALQQNRRLTLEDLEDSWDRGI
PRINTLFQKDRHTLAYDKGWRVRTEFKQYQLLKNNPFWWTSQRHDGKLWQLNNYRVDVIQALGGVEGILEHTMFKATGFP
SWEGLFWEKASGFEESMKFKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIMMHGKIPTLKISLIQI
FRSHLWQKIHESVVWDLCQVLDQELESLQIETVQKETIHPRKSYKMNSSCADILLLAAYKWNVSRPSLLNDNRDVLDNTT
TNKYWIDVQLRFGDYDSHDIERYTRAKFLDYSTDAQSMYPSPTGVLIGIDLCYNMHSAYGNWIPGMKPLIQQSMNKIMKA
NPALYVLRERIRKGLQLYASEPQEQYLSSSNYAELFSNQIQLFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQ
LFLKVIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPRQIIVTRKGMLDPLEVHLLDFPNITIKGSELQLPFQAI
IKLDKINDLILRATEPQMVLFNLYDDWLQSVSSYTAFSRLILILRALNVNTEKTKLILRPDKSIITKENHVWPNLDDQQW
LDVEPKLRDLILADYAKKNNINVASLTNSEVRDIILGMTITAPSLQRQQIAEIEKQGRENAQVTAVTTKTTNVHGDEMVV
TTTSAYENEKFSSKTEWRNRAISSISLPLRTKNIYVNSDNISETFPYTYILPQNLLRKFVTISDLRTQVAGYMYGKSPSD
NPQIKEIRCIALVPQLGSIRNVQLPSKLPHDLQPSILEDLEPLGWIHTQSSELPYLSSVDVTTHAKILSSHPEWDTKAVT
LTVSYIPGSISLAAYTVSKEGIEWGSKNMDINSDEAIGYEPSMAEKCQLLLSDRIQGFFLVPEEGVWNYNFNGASFSPKM
TYSLKLDVPLPFFALEHRPTHVISYTELETNDRLEEDMPDAFA                                     
>Spom_NP_596298_1                                                               
MALGTKHVLHLTKPSSRSSPLNIVIEPAVLFSILDHSTRKSENNQRVIGTLLGTRSEDGREIEIKSCFAVPHNESSEQVE
VEMEYHRAMYHLHLKANPREVVVGWYATSPDLDAFSALIQNLYASPAEPGTAPLGTYPHPCVHLTVNTDVSSPLAIKTYV
SSPVGITERLADSCAFVPTPFTIRDDEAVRSGLKAVAAPKNDPSRLASLFTDLQQLRRSTLELLSMIERVSDYVQNVIDG
SSPANVAVGRYLMKCFSLIPCVEGQDFEKIFSSHLQDVLVVVYLANTLRTQVDIASRLNLLP                  
>Spom_NP_587803_1                                                               
MPPAVSSETSTIVPQQVIVHPLVLLSAVDSYNRSAKGTKRRVVGILLGQNNGDVVNVANSYAIPFEEDEKNASVWFLDHN
FMESMNEMFKKINANEKLVGWYHTGPQLRPSDLEINNLLKKYIPNPVLVIIDVKPKSVGLPTNAYFAIDEIEDDGSKSSR
TFVHLPSSIEAEEAEEIGVEHLLRDTRDASVGTLATRVTQQAQSLQGLGQRLTEIADYLRKVVDGQLPINHAILAELQSV
FNLLPNIFSGPVVSEQALESEAQRAFNVNSNDQLMSIYISSIVRAVIALHDLLDSLAASKAMEQQDIKPTVQNGEVSANA
EQKA                                                                            
>Tmel_XP_002841958                                                              
MADKSKIVLPASGPLKSVQVDALVVLKICKHASSAHPQVITGQLLGMDVDGELQVTNSFPFPSTDPSTSSNDPDSNLASA
AALAPRSKASAWYQTEMVRCLREMNVDANSVGWYQSANLGNFLNTNFIDNQYFYQNALNERTVALVHDTARSAQGALSLR
AFRLTPQFMAVQKEGKFTSESLAKHNLTYRDILIELPVSVHNSHLLTTFLHQLDTPPIPNPFNPFSQPSSTPLFPNFDSL
DLSIDPFLEKNCDLLLDSIETHYTELNNSQYYQRQLAREQTKIAAWLTKRKQENILRAAAKQPLLPENEWTRLFKPPVEP
SRLETLLNSRQIEQYAKQVDGFTASVTAKMFAVNGGLSKTQEQLQL                                  
>Tmel_XP_002840702                                                              
MPPTLGEAVPSTTVSIAPLILLSACDHYGRSAKGTRRRVVGVLLGQNNGSDVRVTNSFAVPFEEDEKDPAVWFLDHNYVE
SMNDMFKKVNAREKLIGWYHSGPKLRASDLEINELFKRYTPNPLLVIIDVEPKELGVPTDAYFAVEEIKDDGTTTTKTFV
HTPSIIEAEEAEEIGVEHLLRDIRDVAVGSLTTRVNSQLQSLQGLHLRLRDIGAYLEKVLSGQLPVNHAILGNLQDVFNL
LPNLSTPSSTDGEDGHNNDLARAMSVKTNDQLMAIYVSSLIRAIIAFHDLIDNKIKNRQDQAEEKEKEEKERAEKEKKVA
SSPDKDGPSEKGKEESPKEKKKGEKE                                                      
>Tmel_XP_002838512                                                              
MAYENDGTVGPYRAPPMSIKEIADKAVDFDYNPLIPLRYWLRTADTLLKEATIYQAEGNEQQAYLLLVRQAELVFRHLED
HPEAKKQENLRNLRTVRTRSTEALKRLEYMKPRITARYENYKLATQRACDDNHREHRTSTSVLPTGRSSRSSSSIPYAGA
AALSFSQKQALKASIPKPLDLSRGGRRGSTSSVTGPFSPPLEKLLSSGGLAPTMADSAQLAMEIAKQEFEKREREKRARR
RQLAIEQGRGNVIVDSRGQEIKRISTPASAAVEQSYRNLLSQYQPEGQGRDSGYGFASEHPGYTGYYQETPQESERRLYQ
QAHDEEERRRRVVEQQEEEWDLARSIEALHMKADLTERQMQPPSAGNSYRFSTSSTLSGWEEPAQERERENYVGRWQGNY
PTVPKRSSLTKMEPPPIPGPAADFVEIRSVTPTPPPKAPLYGYDGSSNSTAPAVPYKKPLPYAHSHAPSPPPPLPKFPSS
STSTTPTATKHVPATPEGFQFSTPATLENGTPLRTIFLPATLRQQFLLMAEPNTNRNLETCGILCGTLVRNALFVSRLVI
PEQEATSDTCSTKDEEGLFEYVDREELMVLGWIHTHPTQTCFMSSVDLHTHCSYQLMLTESIAIVCAPRHQPSWGVFRLT
NPPGVETIRACRQDSLFHPHGESNVYTDAMRPGHVCEVREMGFDLVDLRKGGD                           
>Tmel_XP_002837843                                                              
MESSARKQFDFENSITLVDPTKDGIYAYDDAEQKTLSEKRPWRDNPNYFKRVRISAVALLKMVMHARSGGSIEIMGLMQG
KIAHETFIVTDAFPLPVEGTETRVNAQEQAYEYMGAYVDSQKAEKRPENIVGWYHSHPGYGCWLSGIDVNTQMNQQKFTD
PFLAVVIDPDRTISAGKVDIGAFRTYPEGHKGKSDEEGEYQTIPLAKIEDFGAHTNQYYTLEVSHFKSSLDTHLLDLLWN
KYWVSTLSQSPLFTNRDYSTKQMVDLSQKIHKTEHSLLSGVGKSNRSSLLAPSVTGKPQTEGQLDKVVKDSNKIASEEIT
GLFSSVVKDRVFGGVDVVTSTRKQS                                                       
>Tmel_XP_002836820                                                              



MADKDSYIHLARPLPVVSVPPAQATTSPLSVVISAQALFSILDHSLRRNTDQERVIGTLLGVRNEDGAEVEIRNCFAVGH
NESQEQVEVDMDYHKTMLGLHLKANPKEVLIGWYATSPELNTFSALIQNFYASNGDGTFPHPAVHLTMSTAPGQDISIRT
YISSAVGVHPDRLADSCLFVPVPYEIKYADAERSGLELISSAKNSENRSAEVTTDIHALEKALEEVLEMLDRVSEYVARV
VAGNTQASVAIGKFLMNTLSLAPKVSPADVERMFNTHIQDVLLVAYLANTIRTQIDLSNRLASANLGTATPTPAAAATNP
TATGTTTTAGGK                                                                    
>Tmel_XP_002836769                                                              
MAEISDDSLISTHPSTSGLQIALHPLALLTISDYITRHTLRKQTGPMVGALLGTQEGRDIAIEHAYEIITLVDKDQVRID
EEWFDNKLKLFKETHPTLDLLGWFTTTTSPTFAPSLYMVPIHQKMLNYNESAIILCLNPAPNASAGGGGKLPLGIYESII
ETEDAAAAGSVESMLKLRFVPLKYTIETGEAEMIGVDFVAKGGFGNATAESSGLEGTAEGKLNVGTQNDELLANLTAKAN
AIRMLHSRIRLLTNYLSDPPHKKPNHQLLRALKSLTHSRLPLLTPADAGAFRQEQLAEQSDVHLVALLGVLTRSIEEARG
VGKKFAGIEATNKANMRMGGSGAAGEPAVWENYGPPKDPTRRGRRENSSGGGSAPFGNYPSNF                 
>Tmel_XP_002836611                                                              
MDRLNQMYAAAQGLGGMSAPPGVDTPVIDNSETVYISSLALLKMLRHGRAGVPMEVMGLMLGEFVDDYTVRVVDVFAMPQ
SGTGVSVEAVDPVFQTKMMDMLRQTGRPETVVGWYHSHPGFGCWLSSVDINTQQSFEQLTPRAVAVVIDPIQSVKGKVVI
DAFRLINPQSLMLGQEPRQTTSNLGHLNKPSIQALIHGLNRHYYSILINYRKTHLEENMLMNLHKTVWTDGLTMKDFKLL
AKENQERLEKMVGLADSYEKRVKEENDLTKDDMKTRYVGKVDPKKHLEELGKRGIEENIVGVLVEMVDKEASFAADIDGS
KPGHVEAMDED                                                                     
>Ncra_426NCU00467                                                               
MELPPNPGLVDVQRDALYAYDSEAHKAVVNSRPWTNDHKYFKTVRISSVAMIKMVMHARSGGNLEVMGMMQGYIEGSTMV
ITDAYRLPVEGTETRVNAQDEANEYMVEYLRLCREENRLENVIGWYHSHPGYGCWLSGIDVGTQSLQQQFNEPFVAVVID
PDRTVSQNKVEIGAFRTIPEGIKPFAATNTTTGDGQSVPLNKVEDFGAHSHRYYALDVEHFKSTLDSKLLETLWNKYWVQ
TLAQNPLLTNRDYTSSQMVDLGSRISKASKSLEMLSTTGQRGPKSDAVDQNIEKLLSEVKQIAAKERSGLMAAEVKGKVF
GCGCRGQAEGVQPEKS                                                                
>Ncra_748NCU00823                                                               
MDRMRSLLGGGLGMGGATAPGADNTNLIDNSETVYISSLALLKMLRHGRAGVPMEVMGLMLGEFVDDFTVRVVDVFAMPQ
SGTGVSVEAVDPVFQMNMMDMLRQTGRPEAVVGWYHSHPGFGCWLSSVDINTQQSFEQLNSRAVAVVIDPIQSVKGKVVI
DAFRLINPQSLMLGQEPRQTTSNLGHLNKPSIQALIHGLNRHYYSIGINYRKTALEENMLMNLHKHVWTEALEMEDFRCE
GSRTKERLDRLVSLADGYEKRVKEETELTKDQLKTRYVGKVDPKKHLEDVGQQLIEDNIVAVTRQMIDKEATIAKKDTPA
GANGTTHGDQMEVEEEQL                                                              
>Ncra_934NCU01021                                                               
MAVDQESFVHLSRPLAPNVLGFGVSNAPLTVNIQPQAVFSIIDHAVRRDDRDTQSTRVIGALVGVRSEDGSEVEVRSTFA
IPHTENEDQVEVDVEYQKNMLALTLKANPRETLLGWYTTSHELNSFSALIQNFFASPETGTFPHPAVHLTIGTEAGATID
TKTYISAPVAVSPERAAESCLFIEVPHKLLFTDAERGALGSVAAAADAESRSAPVVSDIENLAQALETVSDLLERVSGFV
GEVLDEERDGNHALGQYLMNALSLAPKVSNLAIENDFNNHIQDVLMVSYLANTIRTQIELSQRLATAKLDEGKEGGEKKD
GEGAEGDKKTDGQRGQRGQGGKRGGRSGGAGGRGGREQREPREPREAAE                               
>Ncra_1408NCU01547                                                              
MPATTAETLSLVNRSVSVAPLVLLSVVDHYNRTQANKSKSKRVVGVLLGQNDGKNVRVSNSFAVPFEEDDKDPSVWFLDH
NYVESMNDMFKKVNAREKLIGWYHSGPKLRASDLDINELFKRYTPNPLLVIVDVQPKETGVPTDAYFAVDEIKDDGTTTS
KTFVHTPSIIEAEEAEEIGVEHLLRDIRDVAVGTLSTRITNQMRSLQGLHHRLRDIQAYLQKVLDGQLPVNHAILGNLQD
VFNLLPNLSTPKSGPGATGTNADSELNHAMSIKTNDQLMAIYLSSLIRAITAFHDLIENKIQNRQQQEENDAKKKEGENG
EKKEGADKKEGSPAAANGESKEKENSPKEKKK                                                
>Ncra_6107NCU06939                                                              
MGSATIEAGSRPMNVREISEKAKQYDWNPRIGFKFWARAANTIHHEGQIYLQEGSIAQAYMFLLRYCTLVLEDMAKHPEA
KLPENRSLMKQLNARINTVVEQLEQLKPQIEEAYAKWQQLTASVQDSREKRLSTSSQYSRHAANDAALSWNHLSQAKILD
AGSNQELAVDLAREALLKRRRRRRQESADEDERMHRPPSGYREERGYDAGRRQQYPTPPLTHHRYSEDDDLRRQMEATRR
QLDRSGGYGVSETDNGTSDTDSYQSVNYHYPAIKPTSTYTYDYPKPASRPESPKPQPPLPPKVIPFERPVPVTRPPPPPP
RPRKGSGSLNRDSRRNVMLPSQTIRLVTDEDDVDDKPARPPKVSEPLPPPPETQPKEANKVTFRPVAYLESGEPLRSVFL
PSGLRRRFLELARGNTIRELEMCGILCGTLINNALFITCLLIPEQECTSDTCETINEEAYVTYCIENDLLVLGWIHTHPT
QTCFMSSRDLHTHAGYQTMMKESIAIVCAPRYDPSYGIFRLTDPPGLPHIINCNTPGVFHQHAIPSDEIYCSARHAPGHV
FESSRVDFEVVDLRPEGSKVPPFKRY                                                      
>Ncra_6180NCU07019                                                              
MAAATVNPLMSTLKSDSSLQVALHPLPILEISDYITRSYLRGYKGAIVGALIGQQNGRQITIEHSFSVKTEHTGQNYKVD
SEWFTARLDQMKAVHKDRALDFVGWYTLVPKSGPTDAHLPIHSYFYSQNESAVLLGFHIHEILNPVAGDPLPLTIYESNL
EIVDGTEASTVEVEGEDREMKDVTAEPSRSIKFRELPYTTETGEAEMIALEFVREGGSANVTTTATNITATEDEGSDKPL
MKKVVDTNKGSKRRAVSSDDAAAEAPTTSSAAKGTATDKNRDANLTKAELDYMSALQAKYNAVQMMKKRLDTVISYLQRL
PPDYLSSGDASSQQQQQQQQQQQTEGLDQPQYTVPSNKILRQIQALVTNVQLVMSNSTSGQGQGQGERDTDLGALEKELL
KETNDVKLVELIADLMSSVKDMKEVGKKFHVVETAKNSKRREQASHGGGERFNPHHPYPGGGGGSSMMREHAGLVGEGSA
SGSGGSGPAGDLARFDH                                                               
>Ncra_7018NCU07929                                                              
MAEVQKDAPIKSVQVEALVVMKIVKHCSTSFPTVATGSIVGMDNNGAIEVTNSFQFPSVDVSSSDSHSDASSLAAAAPRA
KANIVYQNEMIRHLKEVNVDANNVGWYTSATMGNFINMSFIENQYHYQKENEKTVALVHDVSRSSQGALSLRAFKLSPEF
MTAYKEAKFTTESLRNSKLTYKDIFVELPVNVHNSHLLTSFLHQIPAPPKSAEIPMPASLDDIRRDPVQIPAHPGFESLD



LSIDPFLEKTCDLLLDSIESHYTDLNNHQYYQRQLTREQFKITQWQAKRKAENAARLAAKQSPLPEDEWQRLFKLPQEPS
RLEGMLNARQVDQYARQVDAFTANITAKMFAVRGNLLPE                                         
>Scer_SCRT_00706                                                                
MNNNDRKSIKTAGGSMSLSNKTVKELRQLLKERYTVEDELTESIALSSMRFKPSQEPEFHALSQSSLLKTKLKQQSSTDI
PSYTHVLISKLSCEKITHYAVRGGNIEIMGILMGFTLKDNIVVMDCFNLPVVGTETRVNAQLESYEYMVQYIDEMYNHND
GGDGRDYKGAKLNVVGWFHSHPGYDCWLSNIDIQTQDLNQRFQDPYVAIVVDPLKSLEDKILRMGAFRTIESKSDDNSAT
SYYELETIIFDSELNRALFETKLNLHCVIEDDESEQISLNRLIDSMKQYSYLMDSKNVRTRIKLATTSERVSNENKKNID
YQNRSTRSQFCLNTQRGDSTETSSFGSMFSGDNTSDVDMEDRNLTQFDSTDTSLCINGEPSIHVNRVERSSRSTDNFHNS
KKRMNSNQEKCHDEGNDMLQRNVLETDYARAKNRILASKIKQYERLRFYKDTFTL*                        
>Scer_SCRT_01644                                                                
MSLQHEKVTIAPLVLLSALDHYERTQTKENKRCVGVILGDANSSTIRVTNSFALPFEEDEKNPDVWFLDHNYIENMNEMC
KKINAKEKLIGWYHSGPKLRASDLKINELFKKYTQNNPLLLIVDVKQQGVGLPTDAYVAIEQVKDDGTSTEKTFLHLPCT
IEAEEAEEIGVEHLLRDVRDQAAGGLSIRLTNQLKSLKGLQSKLKDVVEYLDKVINKELPINHTILGKLQDVFNLLPNLG
TPDDDEIDVENHDRINISNNLQKALTVKTNDELMVIYISNLVRSIIAFDDLIENKIQNKKIQEQRVKDKQSKVSDDSESE
SGDKEATAPLIQRKNKKN*                                                             
>Scer_SCRT_05551                                                                
MERLQRLMMNSKVGSADTGRDDTKETVYISSIALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVNVVDVFAMPQSGTGVSV
EAVDDVFQAKMMDMLKQTGRDQMVVGWYHSHPGFGCWLSSVDVNTQKSFEQLNSRAVAVVVDPIQSVKGKVVIDAFRLID
TGALINNLEPRQTTSNTGLLNKANIQALIHGLNRHYYSLNIDYHKTAKETKMLMNLHKEQWQSGLKMYDYEEKEESNLAA
TKSMVKIAEQYSKRIEEEKELTEEELKTRYVGRQDPKKHLSETADETLENNIVSVLTAGVNSVAIK*             
>Cneo_XP_571416                                                                 
MSLDTSSSAIHLQLPPTSSSLRPPSQITVHPSVIAQILTHHSRHSADSESTRVIGALMGNRSDNGQEVDIRSCFAVPHTE
QGQQISVDRPFQQDMVNFLAKNGTKEVIVGWYASQKTVNSNSAIIQEYFSFETNPYPAVHLTVDTDIEESGKGLGVKGWV
SQPLGLTSKSECSVFVPVPVSIKYADSERAALDLLTAPQPTPSPALPPLPTLSNSLSQLSSLIDQCLAYVQSVNNGSQTP
DVEIGRYLLEGLGRWSASGNEDEGGVKAGLQDTLTVEYLSSLVRSQVELAGRLSLLQQPVAQQ                 
>Cneo_XP_571411                                                                 
MSGPSSSPHVMQSGATSGVNIKLHPLAILNISDVYTRAQCTSTGSEVPKLIGALLGTESNREIAIVNSFELIYHPSVMSG
EDVDMSDSGSSGGKYVLNTDFLETRKDQFKQVFPTLDVIGWYSVGKEPSSDDISLHAQFASSVETPIFLLFDPDPASGTQ
ALPLKIYESATVTDTTGEISGEGKFVELEYGIETGEAERIAVDGVAKGGAGEEDTAVAHLTTQRNAIKMLYDRIEILLKY
VTGVVNKSAKPDYSILRRISSLVATLPTMDAGEFREELITEYSDVQISSYLTTLTKQLNVLSEVCYALQHLILATKKNKQ
KTKNKKTDTCHSTLKNTPLFTVRRRMSSWEAQVWD                                             
>Cneo_XP_570766                                                                 
MTSMAAALAASLPAAVSTQATPQPAAQQPSKVPQRLEGVVDVEAAREVENVSLSSLVFLKMMKHSTDSLPAPPASVLQQD
RNPPPSTELSSHVDALGVLLGLDLDGVMEVEDCYALPGGETSLGPNSYSAKLLSRLGTVSTPDSPVGIYLSTHNGGFATR
VSIELLSAVEKAAGRGKAILVVHDASRSNGGDVSVKAYRLADGAREAAKLGRWDGQVLIEQGITASTLLTSIPITVTSPS
LVNAFISTLNTPSPSETSAPSLTNPSVPLPPSFAPLINPLPGSLTAYLQNTLDALTLHSHEANNIAFLTRQIAREKTKHE
QAIRDREEENARRRKMGLSEFPSIPQEIRGGTKEPSRLEMVCLGGTVEGIAKGMAAEAGKGLVRAYL             
>Cneo_XP_567446                                                                 
MASTARKTFEINNNVQVVDPSAAIFQYSREEEKLLDDEAPWRTDPHYFHTVKISAVALIKMVTHARSGGIYEIMGIMYGK
VRDGTFWIMDVAALPVQGTETRVNAGNEAMEYMVNFQTANAEAGKGELLRGWYHSHPGYGCWLSGIDVNTQLNNQKFNDP
YLAVVIDPNRTVSAGKVEIGAFRTYPEGYTPPATGNSQYQSIPMDKIEDFGVHANAYYPLKVEIYKSKLDEKMLDLLWNK
YWVATLSSNSLVSNLEYSTSQVQDLNAKLRAASQSISNSSSKLKLKPTQPTTKGKETTEGSDKKLKKGEKEFSGVEEEET
PLNKVTQESSRITSEAENGIISQLLKEKLFNTPLTQSVDDKSAQATVQGRY                             
>Cneo_XP_566595                                                                 
MSTVPPGFGAPPPGFTPQPNGNGDGMEGDFFGQLSQEEIDKKARKWRQSQKRRFNSKRRQGGGGGVDFGKADLPPEHIRK
IIKDHGDMSNRKFRNDKRVHLGALKYVPHAVMKLLENIPMPWEQVREVPVLYHISGAITFVNEVPRVIEPVYHAQWASMW
LAMRREKRDRRHFKRMRFPPFDDEEPPMDYGDNVLDVEPLEAIQLELDEEDDEAILEWFYDPKPLVDTPQVNGSSYKYFQ
LALPQMANLYRIGRQLLSDYSDNNAFYLFDKKSFFTAKALNIALPGGPKFEPLYRDMDAFDEDWNEFNDINKIIIRNVIR
SEYKVAFPHLYNSLPRSVYIGVYHEPKNVYIKTDDPDLPAFYFDPLINPISQRVVQEAHTPLVSHEDQVFGFGNDEDVEF
ELPEEVEPFLGERDLENENTSDAIALYWAPYPYNLRSGKMKRAQDVPLIKNLYLEHCPDGQPVKIRVSYQKLLKVYVLNA
LHNKPPKAMVKRNLFRSLKNTKFFQATTLDWVEAGLQVCRQGYNMLNLLIHRKNLNYLHLDYNLNLKPIKTLTTKERKKS
RFGNAFHLCREILRLTKLIVDAHVQFRLGNVDAFQLADGLQYMFAHVGQLTGMYRYKYKLMKQIRMCKDLKHVIYSRFNT
GPVGKGPGVGFWAPGWRVWLFFMRGIVPLLERWLGNLLARQFEGRNSKGIAKTVTKQRVESHFDLELRAAVMHDILDMMP
EGVKQNKAKTILQHLSEAWRCWKANIPWKVPGMPAAIENIILRYVKSKADWWTSVAHYNRERIRRGATVDKAVVRKNLGR
LTRLYLKAEQERQNGYLKDGPYITSEEGTAILISTAHWFESRKFAPIPFPPLSYKHDTKLLVLALEKLKEAYSVHGRLNQ
SQREELALVEQAYDNPHECLSRIKRLLLTQRAFKEAGIEFFDTYDKLIPCYDVEPLEKLSDAYLDQFLWYEADKRRLFPS
WVKPSDSEPPPLLVYKWCQGINNLTDIWDTSEGESVVMMETVLARVYEKVDLTLLSRLLRLIMDHNLADYITSKNNTTLT
FKDMSHINTYGMIRGLQFSSFVFQYYGLVLDLLILGLERASEIAGLPEAPNGFLQFKNREIETKHPIRFYSRYVDRIHML
FRFTAEESRDLIQRYLSVQPDPNNENVIGYNNKRCWPRDCRMRLIKHDVNLGRAVFWNVKNSLPRSLTTIEWEDTFVSVY
SKDNPQLLFSMCGFEVRILPRVRTQHGEAYSLKDGVWNLTQESTKERTAQAFLRVSDQGIQDFNNRIRQILMSSGSATFA
KIINKWNTCLIGLMTYYREAVVHTNELLDSLVKAENKVQTRVKIGLNSKMPSRFPPCVFYSPKELGGLGMLSMGFVLIPQ
SDLRWSKQTDSGGITHFRSGMTHEEDQLIPNLYRYLQPWEAEFLDSARVWSEYALKRKEATASNRRLTLEDLEDSWDRGI



PRINTLFQKDRHTLAYDKGWRVRQYFSQFFRLRNQPFIWTNQRHDGKLWQLNNYRVDVISALGGVEGILEHSLFKGTAFP
TWEGLFWEKACLQNGTRLLRADGSEVLVEDVQEGDQLLGPDGTSRTASKIVRGEERLYRIKTHEGLEDLVCTHNHILSMY
KERSGSERAHSPSADLSLTDSHERVDVTVDDFVRLPQQEQQKYQLFRSTASVRHERPSTSKLDTTLLRINSIELEDEPTK
WSGFVVDKDSLYLRHDYLVLHNSGFEESMKNKRLTNAQRSGLSQIPNRRFTMWWSPTINRANVYVGFQVQLDLTGVFMHG
KIPTLKISLIQIFRAHLWQKIHESVVMDLCQVFDQEMEALQIETVQKETIHPRKSYKMNSSASDILLFSSYKWQISRPSL
LTDNRDTMDGTTSNKFWLDIQLRWGDFDSHDIERYARAKYLDYSSDSQSIYPSPTGNLIAIDLAYNLYSAYGCYFPGLKP
LLQQAMAKIMKANPALYVLRERIRKGLQLYSSEPTEPYLNSSNYSELFSNQIIWFVDDTNVYRVTVHKTFEGNLTTKPIN
GAIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALVRSLPVEEQPKQVIVTRKGMLDPLEVHLLDFPNIVI
KGSELQLPFQATLKMEKFGDLILRATQPQMVLFNLYDDWLKSISSYTAFSRLILILRALHVNNEKSKIILRPDKNTITES
YHIWPSLSDDEWMKVEVALKDLILADFGKRNSVNVASLTASEIRDIILGMEIAAPSVQRQQMAEIEKNTEAAAQVTALQT
KTTNIHGDEIVVTTTTQYEQQTFASKSDWRVRAISATNLPLRVNHIFVGNDDVKDDAGSYTYVIPKNVLRSFIVNADLRT
QVVAYLYGTSPPDNKQVKEIKAVAWIPQRGTNNGVDLPVTLPKHDFLLKDLEPLGWIKTQSQELNHLSPQDVTTQAKIMA
AHPEWGPQSICVTCSFTPGSVSLNAWDLTVAGFEWGRKNEDVTGQNPGFNPSMANRVQLLLSDRILGMTLVPEGGIWNYG
VGLTQSWSEKIPYTMTLDKPEAFWAPCHRPNAFLNFASMEGDDAADVENSLE                            
>Cneo_XP_566594                                                                 
MEGLQRLLQGGRGMGMGGAAGGQTVVADNGETVHISALALLKMLKHGRAGVPMEVMGLMLGEFVDDYTISCVDVFAMPQS
GTTVTVESVDHVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSSVDVNTQQSFEQLHPRAVAVVIDPIQSVRGKVVID
AFRSINPAALATGQESRQTTSNIGHLNKPSIQALIHGLNRHYYSLAIDYKKTEAEQGMLLNLHKRGWTEGLKMKDFEEME
QGSQKAIENMLNLAVAYTKSVQEESTMTEEQLKTRHVGKLDPKRHLSEAAEKAMEDQVIQSLAMGVLAEL          
>Cneo_XP_566467                                                                 
MPGLTTAQVTELSGVNVVIHPLVLLSVVDHAARVPLSKNKRVLGVLLGQDNGTSINVANSFAIPFEEDERDPKTFFLDLD
YVEEMWRMFRKVNAKERPIGFYHTGPRLRSSDLEITELFKRFCPRPVMVIVDVRTSGGRGDTGIPTDAYFAVEEIKDDGT
ATQRTFTHVSTSIEAEEAEEIGVEHLLRDISSSSSAPSSSLLTTQSLSTRVASQLQSLRGLHARLHEIGEYLEAVRSGKM
PINHQVVYQLQEIIGLLPQLGGDVELGKAFRMGVNDQSLVVFLSSMIRTVLALHDLIENRIQNAQQDIEDAKSPAEKANE
ARAEAAGIKAEDVAKAKKDAEEEEKEKKKK                                                  
>Ccin_CC1G_00196                                                                
MDAEFQRMMMEQQGRGPGMQAGDGTVPDNGEIIHISSLALLKMLKHGRAGVPMEVMGLMLGEFVDEYTVQVVDVFAMPQS
GTTVTVESVDHVFQTKMLEMLKQTGRPEEVVGWYHSHPGFGCWLSSVDINTQQSFESLDPRAVAVVIDPIQSVKGKVVID
AFRLINQATVISGREPRQTTSNIGHINKPSIQALIHGLNRHYYSIAVNYRKTELEQSMLMNLHKRNWTEGLKLRDFHLHK
QENEKAIKSMLALSAAYNKSVQEESTLTPEQLKTRHVGKQDPKRHLEERVEKAMGDQVVQNLGTMLLAEL*         
>Ccin_CC1G_01325                                                                
MPLGPANAAIHIHAPAPAEILQANPRTPTKVTVHPVALFSILDHYLRRADSQERVIGTLLGTRHDDEVEVRSSFAVLHSE
TDEQVAVDMEYLKTMYELHHKVNPKEIIVGWYSTGSNLNTYSALIQNFYSQETAPHQAVLVSVNTGVEQGQEAGVTAYVS
SPVGVSPKPENCVFVPVPVELKFHEAERSGVDLLTGTAASSTSTSAQPIADLEIIERSIQSTLGMLDRVLNYVQAVLAGE
KKGDAAIGRYLMDTLGASTDDLEKSGFNSSLQDTLMISYLANLVRAQAEVSSRLALASAP*                   
>Ccin_CC1G_04382                                                                
MSAMETDEPSVVLSSTTSSGLSVSLHPLPILNVSEHLTRLKLQKNDTNPFVLGALLGTQTGREVEIVNTFELATEADGST
VDHGFLVSRRDQYKQVFPSLEFIGWYTVAPKPTARHIALHEQFTGYCSTPLLLLLQPSLSLGGGVNSQTLPFKAYEPTVE
IKERTSRSVFVEVPYNVETGEAERIAVDWTARGGGSGTSLESHLSTQRSAVKMLHERILLLVKYVADVIAGTAKKDHDTL
RSLAALVASLPASENKAFREEFDTEYEDVQLTSFLSSLTKSTNILNDLVDKHILLTSSREDRPGGFRRRGGRQGTIDWGD
RLH*                                                                            
>Ccin_CC1G_07493                                                                
MNQAGNGHGHRRHPKRPASIAELADKALEHGWDDGRDLKHYLRMAEKYRKEGKDFAKQGDLESAFVLLAKAATLVLEKLP
THRDYQTLLNPAQRNNLALNGQDILDHLSELKPILVDRFDKWLKAHPDGLDHDQTPEPPKSAALQQDDARAQAQAQAQAQ
ANAARFQEEERMRASQRDQQRRVQEEAALWRQQREEIIRRGDAETKERQKAAAVAAARQAANPGSYGSQHTAVVHIPPPP
AAVRHQQQQDEFRRREEEINRRKRRQEQDAIAQRQQAADDAARAMRQTIPTAVTPAGVPVAPLYPQTTPTPNSARSYQNY
PVSHPSSVVPPAPYSAPAYSTTPSHSEGPSIMPLENPLRYEGDSTDSESVHHDFHRRISKQRHHTASPRAPVPNSAAIPP
ITTTSPPPQLRIDYPRLMSPHQQKQGYYPSLNSMFMPEPSNNATPSLLFDSNGLYPQNMLPSHAQPYNQSRPPLPPPPPN
QNQYPNYPGPTRPPPPVPTAPPTATQPQPSEPDRISRERSREPGSGRPPLKQVNFPRECLPRFLAIAKANTMNNKETCGL
LLGKDKGHKYVVTTLLIPKQHSTSDTCTMDEEQLVLEFTEERSLITLGWIHTHPSQSCFMSSVDLHTHSGFQRMLPESFA
VVCAPNSRPNDY*                                                                   
>Ccin_CC1G_09582                                                                
MSAATALQSFSLTNNILEISPQDEIYKFDAAENQRINREAPWSKEYVVSDVDLKAKWALIGRIVALHTSSPVIHARSGVP
HEIMGLMQGKVVGTSIVIMDSFALPVQGTETRVNAAAEANEYMVEYIQGSEKAGRLENAIGWYHSHPGYGCWLSGIDVNT
QMNNQKFQDPFIAVVIDPNRTISAGKVDIGAFRTYPENYTPPNASSSEYQSIPLSKIEDFGVHANQYYQVDVEIFKSSLD
NELLALLWNKYWVNTLSQSPLISNRAYAVSQLSDLHQKLSKATSSVPSTRPIIPSLKSKDGEGKQKEKEEKKKDENQLAK
SVMDSTKIAVEAQHGLIAQVIKDVIFSMRPKNDAAQSSQAASAQVADVTDMAIG*                         
>Ccin_CC1G_10185                                                                
MVATTTEQLTALAGTTVIVHPLVLLSVTDHHARSNQRTSNKRVIGVLLGQDNGKTINVANSFGIPFEEDEKDSKTWFLDH
NYIEAMYDMFRKVNAKERLIGWYHTGPKLRASDQEINDLFKRYIARPVMVIVDVRPDTVGIPTDAYFGVEEIKDDGTETR
KTFLHVPSAIEAEEAEEIGVEHLLRDIKDSTTTTLATRVAEQLASLQGLQSRVSDIQKYLVQVAKGEVPINHQVIYHLQD
ALNLLPDLDGDKELTQGFAASTNDQMLVVYLSSLLRAVIALHALVDNKETIGRAELEEGEGKNKDKTKDGKEKEKEKGKD



EKKDDSKEGEAKKDEEKKP*                                                            
>Ccin_CC1G_13655                                                                
MAAPSMAAALAASLPAAPVAPVQVAPTYEALPSSMAKVIDIEAEIPLNVVQLDGMAVTKIIKHAREAPSTTAHGLLLGLD
LDGVLEISNSFPLPHAGDEAEKASKSIARHQAAMLRSLKEVQADDSVVGFYQATTLGAFFNQTLLDTQAIHQDKLRHGGI
VIVHDLSQTARGNASFRAFRLTVAFLDAYKRSNFSTPSLISHRLTFSSILEEVPLKIRTNPLLSSFLGTLTETRKEPVQD
ATLPSGSALAPSFSVLDLGTAGTTRNLEQIVEALESYRTEEGNLSYLSRQIARERAKAEAYIAKRKEENQVRIAQGLAPL
PEEDVSRMFKIPPEPSRLESLLLLGQIDGYAKNLESTASMGLVKMYGAKAGSA*                          
>Ccin_CC1G_14743                                                                
MVGYCIQGSEKIDSQRRSQKAGRLENAIGWYHSHPGYGCWLSEIDVNTQMTTHRGCLAGDFGITLENQVSQMS*      
>Umay_XP_759906                                                                 
MTAPSSSSSASMARANFELNNAIIPLSSTTLDSIFAYDNEAQRAILHAQPWKTDPHFFQKVRISAVALIKMVMHARSGGI
YEIMGLMQGKIDVENRTLYVMDSFALPVEGTETRVNAQNEAYEYMVQYLDHSKEVGRLENVVGWYHSHPGYGCWLSGIDV
NTQRTNQQFQDPFVAIVIDPNRTISSGKVDIGAFRTFPEGYTSSSSIGGGDSEYQSIPLSKIEDFGVHANEYYPLEVEHF
KSSLDGKLLDLLWNKYWQNTLSQSPLVSNRAYTTSQIRDLADKLAQTNAAVLNRNSVSSAPFTTTAGAASVRIGAGKDVA
AETEQNSGGSAKDTPAGTAQDAAGLVKEFEQRSKMSAISRASNDAAKLASEANHGLLASQLKHTLFHNHTATPTPASASA
PTPIRL                                                                          
>Umay_XP_757688                                                                 
MGGGPGAGAAPGDAPQNDNAEMVYISSLALIKMLKHGRAGVPMEVMGLMLGSFIDDYTVSVIDVFAMPQSGTGVSVEAVD
PVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSNVDINTQQSFEQLNPRAVAVVVDPIQSVKGKVVIDAFRLINPSTV
MLGQEPRQTTSNIGHLNKPSIQSLIHGLNRHYYSIAIGYRKTELEQSMLNNLHKRNWTEGLRLRDFSEHKENNRKAIEKM
LSLSEAYNKSWMSIEQRRNKVVATEQSASDQESGLPDHVDESRSYHL                                 
>Umay_XP_757268                                                                 
MPATTQETISLSSTNVIIHPLVLLSVTDHASRSASGSRKRVVGVLLGQELNNGKTINVANSFAVPFEEDERDAKTWFLDH
DYISGMMEMFKKVNAREKMVGWYHTGPRLRSSDLEINELMKRFIPRPVMVIVNPRQRDVGIPTDAYFAVEEIKDDGTATQ
KTFMHVPSTIEAEEAEEIGVEHLLRDIRDTTAVGTLSTRVSSQLSSLRGLQSRLLEIRDYLQAVVEGKLPVNHQIIYDLQ
DIFNLLPDLDKNVEAAKSFAVDNNDRLLVVYLSSLIRAVIALHGLINNRRENEKGEEEASNTITNGTLTGGKEAADDAKK
DEAKEEKKKD                                                                      
>Umay_XP_756790                                                                 
MASQAGGPSDSLSALRTSKLSTVVLDNHSSSGISSNIRLHPLPILNISEHLVRTRLQSEDAQLTVYGVLLGTQQGRDIDI
QNSFEIRLDAASSTSLAPIINHAFLRSRQAQYKQVFPTLDLLGWYTVGEVPTPQDLEVHKQLLAYNETPLLVQLHQTVAS
FENAEANGELPIRVYESVVELVQGETTNFFVPAGYKIETGEAERIAVDYASKAGAESGGDHDSMLAGMQAQHSAITKLND
RIRQVLTYLEAVKDGQAGWDHQALRQIQTVVANLPQTVLPELQEELLRVSVMLLDLGLSMYRRSSHHVDSVSITFRVADS
RSLLLYGIQEHNDVLLTNYLSVLTESLHTMNELSDKFEVVQAAGKEDGVNAGILGTSKSGAQGRRGGPVLRSVHSLSHDR
LWEKLGMDTRKARVDAAECLIAGQVTKISAGFYIKDYT                                          
>Umay_XP_756346                                                                 
MSAAARIAPQSAAVAAPAPATTAASAIAKAPSADVQSELDRAALEALELDSDVITSVRLDGLALTKIVKHCRDAHPASAS
GALLGMDLGGTLEISNVFALPNPGRSNSERDEEEDRSSRNATRYTSDMVRLLRDVNADANPVGLYQGCFLGAFLNSSVID
GLAAITGLVERDGAGSRGKGVLIVHDLAQSAQGNTSVKAYRLSPSFVDAHKKGKFHTQSLIDHKLTFSNILIEIPVSLRN
TALLDAFLSSISTPSAPGPSIVQPSTSDLLRNPPSAALAPSYTSLNLALEPVLASSLESTLEIMDEHAAEAGNVGFQARQ
LAREKAKADAYLARKKAENAAREAQGLAPLPIEDVNRLFKIPAEPSRLEATLLLGQIDSSARRLAETAALGVIQLNAAKT
GAV                                                                             
>Umay_XP_756322                                                                 
MSLAGSSSSALHLDFPASTGSGVMHSRSVTGVHVHPVALFSILDHYLRRNDGQHRVIGTLLGTRTESEIEIKNCFAVPHL
EDAEEGQVQVDMEYHRSMYELCQKVRPDEVIVGWYATSPELNTYSALIQDFYSRETAPHQAVHLTMDTTIDGSKPSGLGI
KSYISSPLGATPKAENCVFLPLPTNLLHSTPEHSSLSLLASQNISSPLTDLDALAVSLKQVQSQLDRVLTYVRAVISGEK
EGDKAVGRFLNDTISVVPAGLDDNKLETLFNAHLQDVLMVSYLANVVRAQAEVSSRLTLLT                   
>Mver_MVEG_00973                                                                
MDSSSTLHLALPAVHTVASAATPVSTLAQPRAFTTSVNPLVFFSILDHYLRRNAGQDRVIGTLLGVRSEDGTEVEIKGCY
PVPHLETQDQVEVDMEYHRTMFDLHKQVNPKEVIVGWYATGAELNHYSALIHDFYQREVSSFPAVHLTMDTALTNERLGV
KTYIAAPVGITSKAENCMFVPVPCDVKYFKAERAGLELLANAKTSESGSTTLLSDMDNLERSIIEVQKMLERVSEYVDNV
LAGTVPANNTVGRYLMDTVSVVPKVDAAEFEKMFNSHLQDLLMVIYLANMTRTQLAVAKRLEKLM*              
>Mver_MVEG_01781                                                                
MPGEKIEKCFPRQELTDRAKVDFVESTPIRFYIRTAQQVFKQARIYHNEGDLQTCYILYMRYANLVITELKRHPEFNAPE
NKASIAALKKDALVAMNEIGYLNPILDKKYDDYKEHLRKRAEKQQLAQAREASLQSEASRQQERLAKDQERFWANNQPAQ
DWSLFKALEGVPGVNTTQPHHQHHHHQHHQEIQEFQYPEHVQRQHQSQWATPTPTIRQQPLIPTPTGTPPALPRKPVTNN
APKLPPKIFEDDVHEFSQGLRTMTVPLRLLDRFLNIVRPNTIKKLETCGILAGVLSRNKFTVTTLIIPKQTATSDTCSTT
NEDELFEFQMERDLMTLGWIHTHPTQTCFMSSVDLHTHCSYQLMLPEAIAIVCAPSHEKDYGVFRLTDPPGLQVITQCRQ
KPLFHQHPGENDIYTDACDQGHVELVDLDLDIVDLRSK*                                         
>Mver_MVEG_02960                                                                
MPANKDQLSAALDIEGAVPIQSVQLDAMVVLKIVKHCRESIPATVTGQLMGLDVNGVLEVTHSFPMPKNQESEDFEGSTY
QLQMMRCLREVNVDDNSVGWYQSTNMGNFMNQSLIEHQYEFQQALSKSVLIIHDVSRSAMGNLNLRALRLTPAFMKLYKE
NKFTTEALAKAKLTFSNIFEELPITIRNSALLNALLYELETPDESVEVSTSHLTTYKSTNNNAQSTGSKTVLTPNYDMLD



LSMDPYVAKNLEFLMETIDDHTQEQGNYAYWQRSVERENKKKAAYVLNRKTENARRAQAGQAALPNEDVDSMFKLPAEPS
RLDHLLISGQIDNYCKQINEFAGPTLGKLFAVGELQK*                                          
>Mver_MVEG_03150                                                                
MPPKKSQSSAASSTSKPSKRAKLDPVDNDSAALSKEEEERLSNELIAQMLEQDGGDQYGYYAEYNNDANYGRIGGGHSAE
ASDDDEDYRVDYNYRPKSKAKRAAKSAPARKKAKPAPPPPKPSKAKPVKDTEPIVSITSAAPDAASTTTTALASQTEGTQ
ESTAASSVIAPAPPPPPKKVKEMPVGLNTGVYSAEEERAFVEALELFGRNWRKVEEHVKTRDSNSIRSHAQKHFIKLFRD
NIPLPAKILETGPGYTLSGRDLDPYSAAAMPYLSQRHFDDPSLLPKQGGQVFIAPEGSRKAEKAEKAERAEKIEKVKKEK
ESKSPKDSSEDATDAIKELKELKIRKSRSKESSRRSGTESPPSEPSFAPVGRTDYSKARLRNARDRSSINFRNMGSDLDP
LTMVKCEPFCGQPNSGVAGCQPFGIKVQSNVLLGMDFHAHLMTTEIIGFLAGSWDKSTKMIHIQAIFPCRSLQTGQNHVN
VEMDPTSEFEVRQEIEKRQMRVVGWYHSHPTFTPDPSLVDIENQASYQNLFKDESMNEEPFVGAIVGPYDVLLPGMSSVI
NWFYISHSPQERGHPKRLLYDLIEDTELPEQESTLWSKLFDEYRDSPERTNFQEQWRQEETETKLQKMLVSLGRRMPWLR
NNLLKANDIEGEEQVTEQVNEQVAEQAAEQATEQVAEEVAEQATEQIAEEIAEQAAEQVTEQVNGQDQQDQQDQQEGKDL
SEQIPTENASVKIEDVIAAAQAQVEQMVNAESGIDLDLDLESECSPMEGVEETNAAPAPAPAPKEPASVSASETTPSSQA
VEQPGQGMERSFSSSSSSTSSGRVGFAVAIKDPFLIRIEQELSSWEPVVG*                             
>Mver_MVEG_06113                                                                
MDTSSTLHLALPAVQTVVMGASAPVFQLAQPRAFTTSVNPLVFFSVLDHYLRRNAGQDRVIGTLLGVRSEDGSEVDIRSC
YPVPHLETEDQVEVDMEYHRTMYELHRQVNPKEIIVGWYATGAELNHYSALIHDFYQKEVSAFPAIHLTMDTALTNEQLG
VKTYVAAPVGITSKENNCMFVPIPCDVKYFKAERAGLELLANARNTDSSSTALLSDMDSLEQSIIQVQTMLERVSAYVNS
VLAGTVPANNTVGRYLMDTVSVVPKVDPVEFEKMFNSHLQDLLMVIYLANMARTQLAVAKRLEKLI*             
>Mver_MVEG_06151                                                                
MDAANARKNFEFINNIKSVNPELDQIYHFDAAVQKQILNESPWKKDPHYFTHVKISAVALIKMVMHARSGGNIEVMGMMQ
GKIAGNTIIIMDAFALPVEGTETRVNAQIEGYEYMVQYMENIKKVGRLEHAVGWYHSHPGYGCWLSGIDVNTQMQNQQFQ
DPFVALVIDPNRTISAGKVEIGAFRTYPEGYKAPDEGPSEYQTIPLSKIEDFGVHCKQYYPLEISHFKSTLDTQLLDQLW
NKYWVNTLSQSPLLSNRDYAARQMSDLAEKLQMTASVAMRPGGVGYGGMGGGPSGHFGKDKKKKQDESQLSKITRDSNKI
SVEATQGLISQVLKNVLFTADPHNNHQTKESALGADTALPSV*                                     
>Mver_MVEG_07165                                                                
MADPRQFQGHGNPYGQMDNAYGQMPTPMELSQEKLDEKARKWQQLQAKRYGEKRKFGFVAHEKADMPPEHIRKIIKDHGD
MSSKKFRHDKRIYLGALKYVPHSVLKLLENMPMPWEQVREVPVLYHITGAISFVNEIPRVIEPVYMAQWGSMWIMMRREK
RDRRHFKRMRFPPMDDEEMPLDYGDNILDVEPLEAIQMELDMDEDKAIYDWFYDHKPLIDTKHVSGSAYKTWQLDLEQMS
NLYRIAKQLMSDLTDKNYFYLFDKPSFFTAKALNVAIPGGPKFEPLYRDVDPADEDWNEFNDINKIIIRQPIRTEYKVAF
PYVYNSLPRSVEVGWYHHPTVVYIQAEDPDLPAFYYDPIINPITTRSTKAPNQEVSTEDALFGDADEDDDMDFQLPDEVE
PFLGEEALYTDNTANGISLYWAPHPFNKRSGRTRRAQDIPLVQSWYLEHCPAGNPTKVRVSYQKLLKNYVLNALHHRRPK
PQSKKYLFRQLKATKFFQSTELDWVEVGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAMH
LCREILRLTKLIVDSHVQYRLGNVDAFQLADGLQYIFAHVGQLTGMYRYKYRLMRQIRACKDLKHVIYYRFNTGPVGKGP
GCGFWAPGWRVWLFFLRGIVPLLERWLGNLLARHFEGRHSKGIAKTVTKQRVESHYDLELRAAVMHDILDMMPEGIKSNK
SKTVLQHLSESWRCWKANIPWKVPMMPAPIENMILRYVKNKADWWTNVAHYNRERIRRGATVDKTVTKKNLGRLTRLWLK
AEQERQHNYLKDGPYVTAEEAVAIYTSTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLKEAYSVKGRLNQSQREELG
LVEQAYDNPHEALSRIKRLLLTQRAFKEVGIEFMDLYSHLIPVYDIEPLEKISDAYLDQYLWYEADKRHLFPSWIKPGDT
EPPPLLVYKWCQGINNLTDIWQTSEGECVVMMETKFSKLAEKVDLTLLNRLLRLILDHNIADYMTAKNNVSLNYKDMNHV
NAYGLIRGLQFASFIYQYYGLILDLLVLGLQRASEMAGPPQMPNDFLQFRDVATEVRHPIRLYSRYIDRFHMVLRFTADE
ARDLIQRYLTEHPDPNNENVVGYRNRKCWPRDCRMRLMKHDVNLGRAVFWDMKNRLPRSLTTIEWDDTYVSVYSKDNPNL
LFAMCGFEVRILPKIRNQDEQFSMRDGVWNLINEQTKERTAQAYLRVDEESIQRFHNRVRQILMASGSTTFSKIINKWNS
CLIGLMTYYREAVVHTRELLDLLVKCENKIQTRVKIGLNSKMPSRFPPTVFFCPKELGGLGMLSMGHVLIPQSDLRWSKQ
TDAGITHFRSGMSHEQDQLIPNLFRYLQPWESEFIDSQRVWSEYALKRQEANAQNRRLTLEDLEDSWDRGIPRINSLFQK
DRHTLAYDKGWRVRTEFKQYQILKSNAFYWTNARHDGKLWQLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEK
ASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKI
HESVTMDMCQVLDQELEALQIETVQKETIHPRKSYKMNSSCADILLFGSYKWKVSRPSLLTDSRDNTDGATTQKFWIDIQ
LRWGDFDSHDIERYTRAKFLDYTTDNMSIYPSPTGVMIGIDLAYSLYSAYGNWFPGLKILMQQAMAKIIKANPAMYVLRE
RIRKGLQLYSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTS
VWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQLIVTRKGMLDPLEVHCLDFPNIVIKGSELQLPFQACLKIEKFGDL
ILRANEPQMCLFGLYDDWLKSISSYTAFSRLILILRALHVNNDKTKMILRPDKTTITEPHHVWPTLSDEEWLTVETSLKD
LILADYGKKNNVNVASLTQSEIRDIILGMEISAPSLQRQQIAEIEKQAKEPSQLTAVTTKTQNIHGDEMIVTTTAPYETQ
TFSSKTEWRIRAISSTNLHLRTNHIYVSTDDIKEAGYTYVLPKNVLKRFITISDLRTQISGYMYGVSPPDNAQVKEIRAI
VLVPQWGTHQTVHLPHMLPNHEYLADLEPLGWIHTQPNELAQLSPQDITTHAKIMADNKSWDGEKTIVITCSFTPGSCSL
TAYKLTPAGFEWGRNNKDTGNNPQGYLPSHYEKVQMLLSDRFLGFFMVPASGVWNYSFMGAQHTPDMKYRLVLDTPKEFY
HESHRPTHFLNFARMEESVVEVEREDAFE*                                                  
>Mver_MVEG_08957                                                                
MAHLPSTNPFHPDNMNRPSALSRVVVQSNVLHILLAHALSTEKEEIMGMLMGDWVKEGPTEIARVDGVSLLTRSEKRKDR
VEIGPEQLILAAVEAEEITKATGKTTRVIGWYHSHPHITVFPSHVDLRTQLSQQTMDRRFIGMIVSCFNTDSDLANKIQI
TCFQSSSDSQHIKLPFSVINENPLDSLTLPKLLEIPARIFDEQRQSFYKSLPLQSPKAQKPGSSGGSGSSFFKKLSQRDR
EGDVIMTPATPADTTMTQRLESTDEIPPEALNSKIIDLQVMTLPERMTMIRNSGVYVQSLTSLVDNLVGPTLQMLVDRDQ
YNQKLLESLKIQKQLLQNQLSGQLEPHTSGDLVDLSDQ*                                         



>Mver_MVEG_09141                                                                
MAPTTTPVTASANPSNTPVAIVQSSSVTVHPLVLLSVVDHYNRVAKNTKKRALGVLLGQAHGNKVNVANSFAVPFEEDEK
DPSVWFLDHNYVETMNDMFRKVNAKERMVGWYHSGPKLRASDLEINELFKKYTPNPALVIIDVKPTDLEIPTDAYFAVEE
IRDDGTATTKTFVHVPSEIEAEEAEEIGVEHLLRDIKDNVVGTLSTRVGDQLRSLKGLQQRLEEIQEYLSKVVAGSLPIN
HQIIYNLQDIFNRLPNLEDPDTIKSFSVKTNDQLLVIYLSSLIRSVIALHNLINNKIENKRAEEELDGIVDGGKDAKDTK
DSKDTKSTSPTATSEAK*                                                              
>Mver_MVEG_09235                                                                
MAEEDIDIDIDIDIDGDDSELEKPRTIANTAHNSISYPQLRASEGSETDGEPTETQTERAKVDNTEPKTLNTDSDHSPEG
LEIESSLADDFQIPDWVSQEYHAQAGFDTAGEMDEKSRSMIQSMLAEEEFYSGRPSKSSDAYSPKYADSSSSSWNKHSPT
GTSKGKHQETKKRKSSDDWSGKSKRTASEDARWNTKLSSVDLPSHNTRWTTEEDERLREGLRLHGHGNWKAIAAVVGTRN
ALQVKNHARHLVVTEKIHDASTNTSDGEGLDRHRSSAANSEDDGDHKQHGKRRPRSKKVKRIDSSAAMGNESGYESFGRH
GRRARSVTSESGLDDFTGSEFGATSGYDTDNDEDRSVSKSPSLSRKASSAGLTTPSPGLRPIFAPLPSHFSIPPQRTGAS
SMDEDEDIDIDIESSDEGAAARLSLARTLPPFAQKSKSRSISPFSNASSRSRLSSEFDSDSDRDLDDLDDDDEEETLESG
SVRKLSTASSPALSDIHGSASDPYTNTNFNTSSSSINSTGTTGSSFKPSLKDVQYDQQPQLQKPQHFSQIYDKIPHLPKE
RRTVSFGAVHVAELQPDITSYDEEGGSSEDGSSEWAHPQSMDATLAPSPLSSTSFLRTTGFGHPPVRTAQHNDTLAESPV
INSTTNTRQDSGLLSIGSVLPRPESDVDGEEEEGSLGTGQRKSTTMTGVSPFRKARSSVSSSRTASSVSYVGPSLTKDHS
TGPMASRSYSPGSMSIAPSLTVNNSSGPQTVHRILDKDVITDEEKRVHYEFFCNKASKTPERYQRIRNTILQAWERSPST
YLTKTSVRSGLKDCGDVNAIGRVHSWLESIGAINVGMTASSPGASLARPRNGGNNSSKRRGHSEERGWSSSSSSSAPAVS
RRARTAYTEVDDLDSVWVTPPLRRRRVRNEKGEWVDERELEGHVIEHNVHKDGPEGRRPSEDDDSLLTDAEFFERHGMTR
DEMEEEYEQERLAAQNAKYFAATEVLPVNTRVPKNKRAQHLLRQSRGHRHDYGDSEMDGVSEGYDPFRLIPLRKYNQQYP
APFRVKVSSDAMLIMDFHSHLAETEIIGLLGGLYDEDERILFILSVFPCRSLSTSLQCEIDPVSDIEARSFFSSKGFVVV
GWYHSHPTFEPTPSVRDIENQTDYQTMFRRHELGVEPFVGVIVSPFDPRNLSYLSEFQFLSVSDRFDESLNCRLPYCYMQ
EITRTNELSVSVFQQISDLVRYYRTYEHRVDLSQPLRKGETVTKLDKMLRSLNKYIFVDETIGRAFLSKVQELVVKGFKI
SLNRAAHSSASSVSASSHSLMSPLISTLGSSSSVPGKPGGSAFSSATSIYNMSGYQNYSNAGQGYVQQDSFSSDNTGGFK
KPSNHTLRPVTIKQLLSVQQTQADGDFRIDNVSLGSVTLIGCVRNVNKQSTHQTFQIEDGTGTIDAKRFPSEEEDPAEIA
AVDIGTYVRVVGVLKQLNSRFMLTIFSIRPIQNFDELTYHTLEVIYVHVNSTKSKSSGLGGMNMPSSASQFNNQYTHHNA
GASGSADFMATKILETIRNNPGNQIGVHRDAIIRPVAAATGADPQTVGDLIESMILDGFLYTGEDENHILAMNE*     
>Mver_MVEG_09818                                                                
MERLQRLMSNAQAGMGAEPGQDHPTADNSEMVYISSLSLLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVMDVFAMPQSG
TGVSVEAVDPVFQTKMLDMLKQTGRHEMVVGWYHSHPGFGCWLSSVDVNTQQSFEQLNARAVAVVVDPIQSVKGKVVIDA
FRLINPQTAAVGHEPRQTTSNIGHLNKPSIQALIHGLNRHYYSIAINYRKNELEQKMLLNLHKKNWTSGLTLTNFHEHTE
DNEKAVKTMLTLAEAYNKSVQEEYTLTPEQLKTRHVGKEDPKRHLEANVEQVMSNNIVVALGTMLDSVSF*         
>Mver_MVEG_11890                                                                
MATSHQDMTSVVLNQPNNSGLHISIHPLTLLNISDHYTRTVIQKTEPGPVHVIGALLGIQTGREIEIFNSYELQFNTLAD
GSIRIHDEYFVTKQEQFRQVFPAYDFLGWYTTGSKPSMIDVDVLQQLMVFNESPLFLQLDPNEVSTPARALPITVYESIV
DIVDNQPQPMFIKAAYKVETGEAERIAVDHVAHAATYQEGESSLVSHLSGQQNAIKMLDTRIKLIHEYLQDSVQGHVPKD
HDLERQISSLCNRLPTISGQAFEQEFMTEYNDVLLTSYLATITKGTNAMSEMVDKFNVVASHNVHPGHGRMRRGMMG*  
>Pbla_Phybl2_178696                                                             
MEDNKEILEVDVDVDIDMDTDPESTTQEKSLEMIAETQPSKSSSTPSKDRESKSWSLDSYELHDVDDKSRALIEQMLAEE
QYYYGDDTISTLPTSQSNQRKKKGDLKGKKIAKKQKSDMDFQLTDDSDFGGSSLQQKKLSKKGEGSLSSISLPSHKTRWT
SEEDDSLNEALTKYGYGNWRVISEFVKTRNPLQCKNHARHWLLSDKLDKSHMPNKESEDMKKKDMENKQAPKNIESSMDM
DEDISVEDEFKTNAENELQKDLDENDILIEEPKDEQMADKDTPLDKTKAQDIEIDTPVTDDISKTQQIQPLIPADTNSLD
NPTADIKFQKPSKSPEDIHDKDSASPEPSLKENRTESPKSIPKDTLPKKSISTDNTENAKNTDKVDKADNANNTDSRFDR
HYISEEEKTNNPEWFNNKQSKTPDRYLRIRNHMLDCWKSCKPRYLTKTSARKGLQNCGDVNAIGRVHSYLESVGAINVDC
ITNAPRPPKRVARETFEDDETFFNAAELVVGYEGVDPKELEGRVIEHGHDRQTDNAARPKRVIKRPQQYYGGDDFGRGYD
PFRLVPVDYYGDDDPAPFTVEIDSDVLLIMDFHSHLAHTEIIGLLGGNFVNNNGAKILKVESVFPCRSTSTGIQCEMDPA
SEMMAREAFSEKGYTVVGWYHSHPTFEPHPSIRDIENQTSYQTLFRDEKTGDEPFIGVIVTPYDPENVSDHSQVQYLHIS
NRWNETRSFRLPFACRRMVQQSEQVSPEVMANFERLVDEFKDYEHKIDMSLPFGHQTRLDKLLDSLRANMFLNAEQETEF
LEKVRNLMVNTFNQKKPALETAKLDVPTKEVTEPVSQPVETLDRQ*                                  
>Pbla_Phybl2_178893                                                             
MSGDPMHDQGLAVPVGNAPSMYSAQGQQYYNQYAYESNHPEPIKNHEDRLNEKAKKWQQLQNKRYGEKRKFGFIEHEKAD
MPPEHLRKIIKDHGDMSAKKFRHDKRIYLGALKYVPHAVLKLLENMPMPWEQVREVSVLYHITGAITFVNEIPWVIEPVY
IAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYGDNIMDVEPLEAIQMEMDDEEDSAVCDWFYDPKPLLDTKHVN
GTTYRKWRLDLPIMSTLYRLAHQLLSDMNDKNYFYLFDLNSFFTAKALSMAIPGGPKFEPLYRDIDTSDEDWNEFNDINK
IIIRQPVRTEYKIAFPFLYNSLPRSVRVSWYHYPIVVYVRSEDPDLPAFYFDPIVNPISSRTIESAGKQHEDSIFGDGDE
DTEFSLPESVVPFLDETEISTENTANAIALYWAPHPFDKRSGRTRRAQDVPLVKNWYLEHCPPNQPVKVRVSYQKLLKCY
VLNALKHRAPKALNKKYLFRSLKSTKFFQTTQLDWVEAGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKE
RKKSRFGNAFHLCREILRLTKLIVDSHVQYRLGNVDAFQLADGLQYIFSHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYY
RFNTGPVGKGPGVGFWAPGWRVWLFFMRGIVPLLERWLGNLLARQFEGRHSKGIAKTVTKQRVDSHYDLELRAAVLHDIT
DAMPEGIKGNKSRTILQHLSEAWRAWKANIPWKVPGMPTPIENMILRYIKAKADWWTSVAHYNRERIRRGATVDKTICRK
NLGRLTRLWLKAEQERQHNYLKDGPYITAEEAVAIYTSTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLREAYSVQG
RLNQSQREELGLIEQAYDNPHEALSRIKRLLLTQRAFKEVGIEFMDLYSHLIPVYDIEPLEKITDAYLDQYLWYEADKRH



LFPAWIKPSDSEPPPLLVYKWCQGINNLTEVWDTSEGQCNVMLETQFSRVYEKVDLTLLGRLLRLILDHNLADYATAKNN
VVLNYKDMNHVNAFGLIRGLQFASFIFQYYGLVLDLLVLGLHRASEMAGPPQLPNDFLQYRDVTTETRHPIRLYSRYIDR
LHIFFRFTADEARDLIQRYLTEHPDPNFENIVGYNNKKCWPRDCRMRLMKHDVNLGRAVFWDIKNRLPRSLTSIEWEESF
VSVYSKDNPNLLFSMSGFEVRILPKSRSMTEEFTLKDGVWNLVNEQTKERTAQAYLRVDQESMDKFHNRIRQILMASGST
TFSKIANKYNTALIGLMTYYREAVVHTRELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVL
IPQSDLRWSKQTESGITHFRSGMSHDEDTLIPNLYRYIQSWESEFVDSQRVWAEYALKRQEANAQNRRLTLEDLEDSWDR
GIPRINTLFQKDRHTLAYDKGWRVRTDFKQYQVLKNNPFYWTHSRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFRGTY
FTSWLGLFWEKACFAGDTFLLLADGNVKLARDITTKDQFMGDDGSPRTILECVDGVAPLYKVIPVSGEALEVTGNHILCL
TTTSKSSLVWSDEDKIYTLRWFSDQKGAQEFTTDSLQVVTDLVDSLEEDVSAKEQEYFSEMTVREYMALPQTFQNTWLMY
RAEPEVTKHNQAMVVAIKAVELVPEPQTYYGFRIDGNQRFLRYDGLVVHNSGFEESMKYKKLTNAQRSGLNQIPNRRFTL
WWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHEALTMDFCQVFDRELEALQIETVQKETIHP
RKSYKMNSSASDILLFAAYKWPVSRPSLLNDPKDIMDGPTTTKYWLDIQLRWGDFDSHDVERYTRAKFLDYTTDNMSIYP
SPTGLMIGVDLAYNLYSAYGNWIPGMKPLVQQAMAKIMKANPALYVLRERIRKALQLYSSEPTEPYLSSTNYGELFSNQI
IWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEE
QPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKVEKFGDLILKATEPQMVLFNLYDDWLRTFSSYTAFSRL
VLILRALHVNNDKTKMILRPDRTTITEPHHIWPTLSDEEWAKVEVQLKDLILADYGKKNNVNVASLTQSEIRDIILGMEI
QAPSLQRQQIAEIEKQTKEQSQLTAVTTKTRNIHGDEMIVTTTSNYENATFASKTEWRIRAISATNLHLRTNHIYVNSDD
IKENTYTYVLPKNVLKRFITISDLRTQIAGFMYGVSPPDAPNVKEIRCVVIPPQWGTHQTVHLPNTLPEHEYLADLEPLG
WIHTQPQELMNISPQDVTTHAKLLANNKSWDGEKAVALTCSFTPGSCSLTAYKITPGGFEWGKNNMDTSSNPQGFLPTHA
EKVQILLSDRFLGFFMAPSEIWNYNFMGAQFNANMNYRLVLDVPKEFYHESHRASHFMNFSSEMETGGEADIEDSFA*  
>Pbla_Phybl2_108077                                                             
MDAENARKNWELENNIQTVDPAKDQIYYYDAQLDKDNVAQQPWKTNPNHYKYVKISAIALIKMVMHARSGGNIEIMGLMQ
GKVQGNTMYIMDAFALPVEGTETRVNAQSEAYEYMVTYMERAKEAGRLENAIGWYHSHPGYGCWLSGIDVSTQMLNQQYQ
EPWVAVVIDPNRTMSAGKVDIGAFRTYPKGYKPKNDDPSEYQTIPLDKIEDFGVHAKSYYPLEITHFKSSLDSHLLEVLW
NKYWVNTLSQSPLLTNREYSTRQMTDLAEKLKKTNSSMTGRMGGYYGDRKKNDESQLGKVTKDSTKISVEAVHGLLSQVL
KDVVFNQTSQARACGCRPK*                                                            
>Pbla_Phybl2_185751                                                             
MLDLMNDGRTYTHQSMTIQDAMSNEDLISCESVLSKSCSSDKMIDNLSEDKNQRVSSHKNRWTAEEDALFLSGLQLYGYG
NWTPISVYIKTRNIRQCKDHGRAWIRSGKIKNQVIPTPLETQSEDKISLSIETEIKAEAEIDTYIKTEEEAEVEIKTEIF
ENDVREQSTQEIISDIKTTIVKGPFEQLKSKDKVSFEGDTITAQEKKKNPEWFENKPSKTPERYLKIRNFILSEWETINP
TYLTKIHARKGLKGCGDVNAIGRVHSYLEEVGAINVNCVATAKPPQATRRPVRKTFKSEDLYEEASQTRLKRKAQHEPGY
CDRDTDSQLPTKTGDKVRPKRVIKRPEHYHDPGSFRDYDPFQLVPVGYHTDYYPAPFVVEIQNQALLVMDFHAHLAYTEI
IGLMGGSFVEEDGVKKLKVSAVFPCQSVSTGIQCEMNPESEMEAREVFAQKQLSVVGWYHSHPTFEPHPSIRDIENQTVY
QTLFRSENGDEPFIGVIITPYDPENLTDISKIEYLHISKQWSSAHTYRIPFACRRKVIQSQLNDETMGQLEKLVEDFKNY
EHKINMSSEFGQKSRLEKLLGSLEMHIELEDKKEQKAFMDKIRLLVTTVFDSALQTDVKKNRESLKLSVTFEQPSTIESL
GVLE*                                                                           
>Pbla_Phybl2_142173                                                             
MAIKKTKQSEMSQAQEEEMSSALIAQLLAEDAMAAGGEDYYAEYSNDATSYQQFHREDRDGSYAEDSEDDSYAPKRNNSK
NKGKGRGKAKSTKAETAARRGRKRKSEPEAFDLTNKSLPAPKAETAATTEATAEPKNITDTSTKPDDINNDPTKKINEIV
TEATAGPRSGSPTEDLTSGKQLSKKPRRPVPEGFNSGVYSEEEERRFVEGLELFGREWIKVAAHIATRDANSIRSHAQKH
LIKLFRDNIPLPAKVRLTGEGYTLSGKPLDPNSSAAKPYLIRNSMGDNESPAKPVPTQTKVEMMDVDTTDPTNIENKPVL
QPSTKPENTKKVPKSEKPTSSTLTSTKAPVERVPPSPTVSSLTEIHTNEPKESFERRVRIPSAYDKNGRTTYSKSRLRQP
SDRNSVTYSQLNKDDDPLTMVKCEPYNGKPGSNGYGAQPFEISVHSNVLLSMDFHAHLMTTEIIGFLAGEWDSARKHMCI
REAYPCRSLNTGQNDVNVEMDPTSAIETRQLIEEKNMTVVGWYHSHPTFIPDPSLVDIENQNNYQVLCRETCDHEQEGPF
KQTVEPFVGAIVGPYDPRLPGSASVINWFCVGNSPEDRGMPKRLIYELEEDECLSQEHENRMLQLLEIYKKSPEKVDFGD
FWRQDAMESKLKKLIRSLGTRMPWVQKKLNQKKVQDDETTTDTTMNMNMDIDEPKSDIPKSDTSVEPFLEKLQSVLISW*
>Pbla_Phybl2_131797                                                             
MSAMDISDSEPPMNVKEDQDAVLSMAQSHSGLSISVHPLVLLNISDHYTRIKLQNPSAFEKGRVYGALLAKQSGRDIELM
NSFELPANTQETGQVKVDCAYLTTKQEQLKLVFPQFDFMGWYSLGVAPTDSDLKIHEQFLPMNESCLFLQMNPTALEGGA
KEFPVSIYESVFDIIDGQTRLGFVKAPYRVETNEAERIAIDQVAKPSTSENEVGLGSALIAHLTTQRNAIGMLYARIQFL
QSYLRDTKAGLVPVDHDIMRQIASVCRRSPVIDQIAFEDQYSTEYNDILLVTYLATITKGMNTLNDLIDKHNLVHSRGVK
NTTKTVVGGKKGRWENSV*                                                             
>Pbla_Phybl2_145327                                                             
MDNSQSGIHVPVGSTPSMYNPNQQQYYNQYAYETNNQEQSAKSYEDRLNEKAKKWQQLQNKRYGEKRKFGFIEHEKADMP
PEHLRKIIKDHGDMSAKKFRHDKRIYLGALKYVPHAVLKLLENMPMPWEQVREVSVLYHITGAITFVNEIPWVIEPVYIA
QWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYGDNIMDVEPLEAIQMEMDDEEDAAVCDWFYDPKPLLDTKHVNGT
TYRKWRLDLPIMSTLYRLAHQLLSDMNDKNYFYLFDLNSFFTAKALSMAIPGGPKFEPLYRDIDTSDEDWNEFNDINKII
IRQPVRTEYKIAFPFLYNSLPRSVRVSWYHYPIVVYVRSEDPDLPAFYFDPIVNPISSRTIESAGKQHEDSIFGDGDEDT
EFSLPEFIVPFLDETEISTENTANAIALYWAPHPFDKRSGRTRRAQDVPLVKNWYLEHCPPNQPVKVRVSYQKLLKCYVL
NALKHRAPKALNKKYLFRSLKSTKFFQTTQLDWVEAGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERK
KSRFGNAFHLCREILRLTKLIVDSHVQYRLGNVDAFQLADGLQYIFSHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRF
NTGPVGKGPGVGFWAPGWRVWLFFMRGIVPLLERWLGNLLARQFEGRHSKGIAKTVTKQRVDSHYDLELRAAVLHDITDA



MPEGIKGNKSRTILQHLSEAWRAWKANIPWKVPGMPTPIENMILRYIKAKADWWTSVAHYNRERIRRGATVDKTICRKNL
GRLTRLWLKAEQERQHNYLKDGPYITAEEAVAIYTSTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLREAYSVQGRL
NQSQREELGLIEQAYDNPHEALSRIKRLLLTQRAFKEVGIEFMDLYSHLIPVYDIEPLEKITDAYLDQYLWYEADKRHLF
PAWIKPSDSEPPPLLVYKWCQGINNLTEVWDTSEGQCNVMLETQFSRVYEKVDLTLLGRLLRLILDHNLADYATAKNNVV
LNYKDMNHVNAFGLIRGLQFASFIFQYYGLVLDLLVLGLHRASEMAGPPQLPNDFLQYRDVTTETRHPIRLYSRYIDRLH
IFFRFTADEARDLIQRYLTEHPDPNFENIVGYNNKKCWPRDCRMRLMKHDVNLGRAVFWDIKNRLPRSLTSIEWEESFVS
VYSKDNPNLLFSMSGFEVRILPKSRSMTEEFTLKDGVWNLVNEQTKERTAQAYLRVDQESMDKFHNRIRQILMASGSTTF
SKIANKYNTALIGLMTYYREAVVHTRELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIP
QSDLRWSKQTESGITHFRSGMSHDEDTLIPNLYRYIQSWESEFVDSQRVWAEYALKRQEANAQNRRLTLEDLEDSWDRGI
PRINTLFQKDRHTLAYDKGWRVRTDFKQYQVLKNNPFYWTHSRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFRGTYFT
SWLGLFWEKACFSGDTFLLLADGNVKLARDITTKDQFMGDDGSPRTIIECVDGVAPLYKVIPVSGEALEVTGNHILCLTT
TSKSSLVWSDEDKIYTVRWFSDEKGAQEFTTDSLQVVTDLVDSLEEDISAKDQEYFSEMTVREYMALPPSFQSTWLMYRA
EPEITKHNQSMVVAIKAVELVPEPQTYYGFRIDGNQRFLRYDGLVVHNSGFEESMKYKKLTNAQRSGLNQIPNRRFTLWW
SPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHEALTMDFCQVFDRELEALQIETVQKETIHPRK
SYKMNSSASDILLFAAYKWPVSRPSLLNDPKDIMDGPTTTKYWLDIQLRWGDFDSHDVERYTRAKFLDYTTDNMSIYPSP
TGLMIGVDLAYNLYSAYGNWIPGMKPLVQQAMAKIMKANPALYVLRERIRKALQLYSSEPTEPYLSSTNYGELFSNQIIW
FVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQP
KQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKVEKFGDLILKATEPQMVLFNLYDDWLRTFSSYTAFSRLVL
ILRALHVNNDKTKMILRPDRTTITEPHHIWPTLSDEEWAKVEVQLKDLILADYGKKNNVNVASLTQSEIRDIILGMEIQA
PSLQRQQIAEIEKQTKEQSQLTAVTTKTRNIHGDEMIVTTTSNYENATFASKTEWRIRAISATNLHLRTNHIYVNSDDIK
ENTYTYVLPKNVLKRFITISDLRTQIAGFMYGVSPPDAPNVKEIRCVVIPPQWGTHQTVHLPNTLPEHEYLADLEPLGWI
HTQPQELMNISPQDVTTHAKLLANNKSWDGEKAVALTCSFTPGSCSLTAYKITPGGFEWGKNNMDTSSNPQGFLPTHAEK
VQILLSDRFLGFFMAPSEIWNYNFMGAQFNANMNYRLVLDVPKEFYHESHRASHFMNFSSEMETGGEADIEDSFA*    
>Pbla_Phybl2_177688                                                             
MRLPHVLQEQFLSLARPNTLKNIETCGILAGNLKNNVLTITTLILPKQTGTSDTCSTENEEDLFEFQNKHDLLTFGWIHT
HPTQSCFLSSVDLHTHCSYQLMLPEAIAIVCSPSQTPNFGIFRLTDPPGLDIISTCRAERAFHTHPDKPIYTDASDTGFI
EMINFDVNVVDLR*                                                                  
>Pbla_Phybl2_188005                                                             
MLVSVVLPASIYQVILTHALSTEKEEIIGMLIGNWETTPCKNPYMKGRTTAHIEAVSLLTRSDKRKDRVEIAPEQLHLAA
LQAEEYSKRTNKPMCVIGWYHSHPHITAFPSHVDLKTQYLQQSMDDRFFGMILSCFDATPEHENHIHLACFQSEKQVDGT
IGSTEVGIVIKKESIFSATSRESMMELPRSIFEENQNEYHSTFNRTSRIYTTNSWENQKLSQPLQMEDVYNTSVYGQYVV
NLIDTFIIPMKRNFELRRLAVEQEIALLKEERDIRANKKVPKSLIDLYDEEEELEDKIGQDKDKDDYSDNYNYNEEEEKG
NGEIYEAKQYLLTSKYPVAEEASPKVDHTYIIPGLPSPIPQFGMNDMIALGVPRPINTDPILSESPDNNFFHKETNGSGG
SSLSPSTVEILDLEDEDEDSTHVSEYTKQRRTKRESLRRSKLKTSDVLIDLS*                           
>Pbla_Phybl2_5566                                                               
PFTCTVSPVVLFAVLDQYLRRDEQQSKAIGALLGVRSDDGSEVEIRNSFGVIYTEESSEIVVDKEHYRNMYELHQRVNPE
EVILGWYTSGTGLSPAISPIHSTFAPDTAPFHPIHVTFDTESLIKSDGLGVHAYTSAPVGFSSTSGDSIFLPVQCEIKYL
DAERSGLDMLASAKSTETRSASLLSDMDHLEVAVNKLQEMLERISRYVDSVVEGKEKPNNAIGRYIMDTVSVVPKVDTTA
FEKMFNSHLQDLLMVVYLANMTRTQLSITEKLNLL                                             
>Pbla_Phybl2_136225                                                             
MATSLPTPEPLKVVQIDGLVVLKIIKHCRESYPTDVTGQLLGLDDKGLLEVTNCFPFPLDGDDDTSAQYQLDMMRCLRAV
NVDNNTVGWYRSAHLGNFVDANLIETQYSYQNSLSANSVVIIHDVSKSAAQSNLSLRAFRLQDAFMKAYEAKKFTTESLA
QAKLSFSNIFEELPVKVHNSHLVTLMLHNLEMPTLDSSRLRTLSTFASSQKEQSVADEARPLAPNFDVLDLELDPFMQKN
LEYLLDCSDLQQQEQNNYQYWQRSMAREQTKMQTWLTKRKQENVHRAQQGKPLLPEDEVNTLFKLPAEPSRLESMILSAQ
MHNFTKQLNQFAGPSLARLYSIQELQK*                                                    
>Pbla_Phybl2_136524                                                             
MPATTSSGLPTTAHIHPLVLLSATDHYNRVATGSKKRVVGVLLGQQKGKIVNVSNSFAVPFEEDEKDPSVWFLDHNYVEA
MNDMFKKVNAKEKMIGWYHSGPKLRASDLEINELFKRYTPNPVLVIVDVKPKAAEIPTDAYFAIEEIKDDGTATTKTFMH
ISSEIVAEEAEEIGVEHLLRDIKDNAVGTLSTRIHAQLGSLSGLQGRLEEIRDYLQKVVAGKLPVNHQIIYNLQDIFNLL
PSLESQGMVSAFSVKTNDQLLMIYLSSLIRSVIALHNLIDNKIENLQGEGILPVTGSEVTEVAQKEEAEA*         
>Pbla_Phybl2_119476                                                             
MDRIHRLFGSTGAGMGQPATDSPTVDNAEMVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQSGT
GVSVEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSSVDINTQQSFEQLNPRAVAVVVDPIQSVKGKVVIDAF
RLINPQTVMLGQEPRQTTSNIGHLNKPSIQALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKNWTHGLTLENFTEHTEV
NEKSVKRMLSLAESYNKSVQEELTMTPEQLKTRHVGKQDPKRHLEETVESVMGNNIVMALGTMIDSVSF*          
>Mcir_Mucci2_105122                                                             
MLNQVVLPAYIYHLILTHAYSTENEEIIGMLIGYWETLPSNNPYQKTKSIAHVKYISFLTRSDKRKDRVEIAPESLHLAA
LEAEEFGKKTGKPMMVIGWYHSHPHITVFPSHVDLRTQLSQQLMDDKFFGIIASCFDSHNDNTEKLQITCFQSAQDNQRL
NIPLLIEPSLDMSSDIRELLLKLPEHMYEEYKKEFAASNECIKYDLRSIKNIDTSSLPNTMTQLYNAGVYGQLLTSLVDN
MIVPTTHILDLRAMELTNEIEELKKFKQALSLSTSNVSSATPSPKPHRSHRIDDYLIELE*                   
>Mcir_Mucci2_135410                                                             
MANNDSGVPIPVGGAPSAYSNQYDQYAYESNPQTEKSQQDKLKEKARKWQQLQNKRYGEKRKFGFIEHEKADMPPEHLRK



IIKDHGDMTAKKFRHDKRIYLGALKYVPHAVLKLLENMPMPWEQVREVNVLYHITGAITFVNEIPWVIEPVYIAQWGSQW
IMMRREKRDRRHFKRMRFPPFDDEEPPLDYGDNIMDVEPLEAIQMELDEDEDEAIYEWFYDNKPLMDTKYVNGSTYRKWR
LDLPIMSTLYRVAHQLLSDLNDKNYFYLFDLNSFFTAKALSMAIPGGPKFEPLYRDMDTADDDWNEFNDINKIIIRQPVR
TEYKIAFPFLYNSLPRSVKVSWYHYPTVVFIRTEDPDLPAFYFDPIINPISSRNVDAASKEHEDEIFGDSDEDTEFTLPG
HVVPFLDDTDLYTDNTANAITLYWAPHPFDKRSGRTRRAQDVPLVKSWYLEHCPAGQPVKVRVSYQKLLKCYVLNALHQR
PPKALNKKYLFRSLKSTKFFQTTQIDWVEAGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGN
AFHLCREILRLTKLIVDSHVQYRLGNVDAFQLADGLQYIFSHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFNTGPVG
KGPGVGIWAPGWRVWLFFMRGIVPLLERWLGNLLARQFEGRHSKGIAKTVTKQRVDSHYDLELRAAVLHDIMDAMPEGIK
GNKSRTILQHLSEAWRAWKANIPWKVPGMPAPIENMILRYIKAKADWWTSVAHYNRERIRRGATVDKTICRKNLGRLTRL
WLKAEQERQHNYLKDGPYITAEEAVAIYTSTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLREAYSVQGRLNQSQRE
ELGLIEQAYDNPHEALSRIKRLLLTQRAFKEVGIEFMDLYSHLIPVYDIEPLEKITDAYLDQYLWYEADKRHLFPAWIKP
SDSEPPPLLVYKWCQGINNLTDVWDTSEGQCNVMMETTFSRVYEKIDLTLLGRLLRLILDHNLADYATAKNNVVLNYKDM
NHVNAFGLIRGLQFASFIFQYYGLVLDLLVLGLHRASEMAGPPQLPNDFLQYRDVDTETRHPIRLYSRYIDRIHIFFRFT
ADEARDLIQRYLTEHPDPNFENIVGYNNKKCWPRDCRMRLMKHDVNLGRAAFWDIKNRLPRSLTTIEWENSFVSVYSKDN
PNLLFSMSGFEIRILPKIRSMNEEFTLKDGVWNLVNEQTKERTAQAYLRVDQESMDKFHNRIRQILMASGSTTFSKIANK
WNTALIGLMTYYREAVVHTRELLDLLVKCENKIQTRVKIGLNSKMPSRFPPVVFMTPKELGGLGMLSMGHVLIPQSDLRW
SKQTDTGITHFRSGMSHDEDTLIPNLYRYIQSWESEFVDSKRVWAEYALKRQEANAQNRRLTLEDLEDSWDRGIPRINTL
FQKDRHTLAYDKGWRVRTDFKQYQVLKNNPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTGHTSWEGLF
WEKSSGFEQSMASKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLW
QKIHEALTMDFAQVFDRELEALQIETVQKETIHPRKSYKMNSSASDILLFAAYKWPVSRPSLLNDPKDVMEGPTTTKYWL
DIQLRWGDFDSHDIERYTRAKFLDYTTDNMSIYPSPTGLMVGVDLAYNMYSAYGNWIPGMKPLVQQAMGKVMKANPALYV
LRERIRKALQLYSSEPTEPYLSSTNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKII
HTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKVEKF
GDLILRATEPQMVLFNLYDDWLKTFSSYTAFSRLVLILRALHVNTDKTKMILRPDRSTITEPHHIWPTLSDEEWAKVEVQ
LKDLILADYGKKNNVNVASLTQSEIRDIILGMEIQAPSLQRQQIAEIEKQTKEQSQLTAVTTKTHNIHGDEMVVTTTSNY
EQATFSSKTEWRIRAISATNLYLRTNHIYVNSDDIKEDTYTYVMPKNVLKRFITISDLRTQIAGFMYGVSPPDAPNVKEI
RCVVIPPQWGTHQTVHLPNTLPEHEYLNDLEPLGWIHTQPQELMNISPQDVTTHAKLLVNNKTWDGEKTVVLTCSFTPGS
CSLTAYKLSPAGFEWGKTNVDPGSQPQGYLPTHGEKVQVLLSDRFLGYFMVPSDIWNYNFMGAQFSANLNYRLVLDVPKE
FYHESHRAAHFMNFSSEVEASTEADIEDAFA*                                                
>Mcir_Mucci2_155059                                                             
MEIIDESTQAAPIVSNVQSSSGLSISVHPLVLLNISDHYTRTKLQNPTAIESGRMYGALLASQSGRDVDIINSFELPLST
EQDGNTVLDKTFLLYKLEQLKQVFPNLDFMGWYTLGSAPSEADLKLHEQFLQVSESALFLQMDPMALQAAGAAKEFPVDI
YESIIDIVEGNTRLVFIKSTYKVETGEAECIAVDHVAKPSSSSADTGLGNTLIAHLTTQRNAIAMLNARIQFLHQYLQDT
QSGAIPVDHDIIRQISSICRRSPILEKSAFDEQFKTEYNDVLLVAYLASITKGLNTVNDLVDKFNLVNGGHGASSNKPIS
VSKKGRRIHMARN*                                                                  
>Mcir_Mucci2_151989                                                             
MLLPEGIHARFLSIAQPNTNKKIETCGILAGTLKNNILKITTLIIPKQTGTSDTCTTENEEDLFDIQDKHDLLTFGWIHT
HPTQSCFLSSVDLHTHCSYQLMLPEAIAIVCAPSQRPNFGIFRLTDPPGLDVISNCKKTPAFHPHPDLPIYTGAENGGHV
RTADYEFTVLDLRDKK*                                                               
>Mcir_Mucci2_155871                                                             
MPATTTVQPSVTAHVHPLVLLSATDHYNRVAKDTKKRVVGVLLGQNKGKTVNVSNSFAVPFEEDPKDPSVWFLDHNYVEA
MNDMFKKVNAKEKLIGWYHSGPKLRSSDLEINELFKRYTPNPVLVIVDVKPNDAEIPTDAYFAIEEIKDDGTTTTKTFMH
VPSEIVAEEAEEIGVEHLLRDIKDNAVGTLSTRITSQLGSLGGLQGRLEEIRDYLQKVVSGKLPVNHQIIYNLQDIFNLL
PNLENSDMVNSFSTKTNDQLLLIYLSSMIRAVIALHNLIDNKIDNLKSENALESADSPAAAQVEKDVKDLDVDGGKDAAG
ADKSSTDKNDDMQI                                                                  
>Mcir_Mucci2_143646                                                             
MDASTSQKNWELENNVVTVDPVQDQVYFYDAAQDKENVAQKPWKNDPHYFKHVKISAIALIKMVMHARSGGNIEIMGLMQ
GKIQGDTMYVMDSFALPVEGTETRVNAQNEAYEYMVSYIEKSKEVGRLENVLGWYHSHPGYGCWLSGIDVNTQMLNQQYQ
EPFVAVVIDPNRTMSAGKVEIGAFRTFPEGYKAPDEGPSEYQTIPLNKIEDFGVHAKSYYSLEVSHFKSTLDNQLLEVLW
HKYWVNTLSQSPLLTNRDYATRQMSDLAQKLNKTNESMTSRMGGYYGDRKKNDESQLNKVTKDSSKITVEAVHGLLSQVL
KDQVFNSPRDGKTEQ*                                                                
>Mcir_Mucci2_156426                                                             
MERLQRLFGSAAAGLGQGMQPGMDTPTVDNAEMVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQ
SGTGVSVEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSSVDINTQQSFEQLNPRAVAVVVDPIQSVKGKVVI
DAFRLINPQTVMLGQEPRQTTSNIGHLNKPSIQALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKDWTDGLTLENFTEH
TEVNEKSVSNMLTLAESYNKSVQEELTMTPEQLKTRHVGKQDPKRHLEDKVESVMGNNIVMALGTMIDSVSF*       
>Mcir_Mucci2_112821                                                             
MDLDEEIIDIGSDEEEQESQRLAVSEQPPSSIQQAESTAQDSWTTPAPAPAPPASDNLDMDDESRKLIEQMLAEEEYFYG
RDTISTLKQQSAPKKKRKSPIKDQDYDFEHDTSASTTSTLAKKSRKEGAILSSASLPSHKTRWNEEEDDLLKEALVKHGY
GNWRLISEHVKTRNPLQCKNHARHLQQYDKIDSSLLQPPSPAPPQQQRTPEMEEIKAEQKEEASLLSEDDFSIESDEEEP
SEPVKEEQPDIPKRLETPTAPADSPTPTTTTPPTASDQDEIKNDTQAAPTAPRIHQSEGIQFSPFEISEQEMAHNPEWFR
QKYSKTPDRYLKIRNHMLACWKLVKPKYLTKTSARKGLKDCGDVNAIGRVHEYLESIGAINVDCVTSAPRPPRRVPRESN



GQVDDDDEELLFDAMEDASGNVVGYDGPRKRKVRNEAGEWVDPKELEGRVIEHGQVVVRLDSKPKRTVKRLSHHYYGGDD
FGRGYDPFRLVPTEHYTEDNPAPFELEISSDCLLVMDFHSHLAHTEIIGLLGGNFITRGESKILQVKVVFPCQSTSTGIQ
CEMDPASEMQAREVFAEKGLNVVGWYHSHPTFEPHPSIRDIENQTSEEKTGDEPFIGVIVTPYDPEIQSENSQIQYLHIS
KEWNSLHSFRVPFACRRTVIQSEQVSVDIMDQLLRLIQEYKDYEHKVNMMLPFGSQSRLDKLLDSLRAHIFMSSENENAF
ILKVKEAVYNDFVDKAHKLEATRDDGHNKDD*                                                
>Mcir_Mucci2_157411                                                             
MASNNTEALQSVQLDGLVVLKIIKHCRESYPNDVTGQLLGLDDKGLLEVTNCFPFPSDGDEDASAQYQLDMMRCLRAVNV
DNNTVGWYRSAHLGNFVDLSLIETQYSYQNSLSAQSVVLIHDVSKSSAQGNLNLRAFRLTETFMKAYEAKKFTTESLAQA
KLSFSNIFEELPVEIHNSHYVTMMLHNIEMPKLEADRLRSLSTFASTQKTQTELEEARPLAPNFDVLDLELDPFMQKNLQ
YLLDCADVQQQEQNNYQYWQRSVAREQAKMQAWLTKRKQENAQRIEKGQKPLPEDEVNTLFKLPAEPSRLDSMILSAQMH
NFTKQINQFAGPSLARLYSIQELQK*                                                      
>Mcir_Mucci2_185835                                                             
MANKLDTLTVNLSSAPHQRAFTTTTSPVVLFSVLDHFLRRDDSQQKVIGALLGVRSQDGSEVEIRNVMPLIYTVEENSIA
LDKEHYRNMYELHQRVNPEEVILGWYTAGADLSPACTPVHAFFADDVAPFQPIHVTIDTDALVKTSDMGLRAYASAPVGF
STNPGDCLFLPVPCEVKYLDAERSGLDMLASAKSNESRSAPLISDMDHLEIAITKLQEMLERISKYVDSVVDGSVAPNNA
IGRYIMDTVSVVPKIDSTSFEKMFNSHLQDLLMVVYLANMTRTQLSVAERLQLLATAN*                     
>Mcir_Mucci2_133428                                                             
LRVLNIPLDIQAKFLALARFNTKNNVETCGILSGKLKNNQFYVTSLIIPNQMGTSDTCTTKDEEAIFEYQDERGLITLGW
IHTHPSQTCFLSSVDLHTQCSYQLMLPEAVAIVCSPNHAPEFGVFRITTPDGLKEIASCKIKEPFHPH            
>Rory_1704                                                                      
MKNCLEALEALEYLKPQLDEKYLNYKKEQQHQQVKVTKTPQTETMQHALRPLSVDSLDNHMKEWNLQEALEGVAGVGYSE
AAIDQSLYNPSQKTNYPDLLLLNQSDKYNYQATYRSHLPTSAQTPSPPKLPPKISAQQSNYPVIPPKIPLSADVPKLPPK
IKISSGPTVDASSERGEPLRQMILPEFLQRKFLSIAEPNTRNKIETCGILAGKLKNNTLNITTLIIPKQKGTPDTCTTEN
EEELFDIQDKHDLLTFGWIHTHPTQSCFLSSVDLHTHCSYQLMLPEAIAIVCSPSQSPDFGIFRLTDPPGLDIISNCKKQ
PAFHPHPDLPIYTDVVNDGHVKVLDYDFNVLDLRK*                                            
>Rory_2384                                                                      
MPEPISKAKEEEMSSALIAQLLAEDAISQGNVDYYAEYSNGNHYENIDDSYEDNSEDDFDPKKKGRTNNNKKEPSQSRRG
RKRKALVTEEVKEESSNDTDEKVAKGQQQQQEEEKEKQSLQAHVATRDSNSIRSHAQKHFIKMFRDSIPLPDKVRETGDG
YTLSGKPLDPNSAAAKPYLKSMVKLDQEKKPEEDGVVGVEKQTKELTINEKKQKKIEKKVKSNTPSPSNSLTKGTSEPAP
YDSTGRTSYSSSRLRKQRESINYGQITKDDDPLTMIKCEPFIGKPGSNTAGSQPFQMIIQSNVLLSMDFHAHLMTTEIIG
FLAGDWDKETMRIVVREAYPCRSIETGRNDVNVEMDPTSAIETRQMIEERNLKVVGWYHSHPTFIPDPSLVDIENQRNYQ
ILCRDEENSTEPFVGAIVGPYDPNLPGSASVINWFHVDSSNSERPIPKRLIYDLQEDEHISNEESDRLFKLLEMYKDSPE
KSMLNEQWRQDISESKLEKMIKSLGSRMPWVQKKLKESSDFTDSFLEKVQQNLKSW*                       
>Rory_2853                                                                      
MANIDTEPLRTVQLDGLVVLKIIKHCRESYPNDVTGQLLGLDDKSVLEVTNCFPFPSDGDEDTSAQYQLDMMRCLRAVNV
DNNTVGWYRSAHLGNFVDLSLIETQYSYQNSLSAQSVVLIHDVSKSAAQGNLSIRAFRLTDAFMKAYEAKKFTTESLAQA
KLSFSNIFEELPVQIHNSYYVTMMLHNIEMPKLNADRLGYLSTFTSTKKTQIELEEARPLAPNFDVLDLELDPFMQKNLQ
YLLDCTELQQQEQYSHQYWKKAVAREQAKMQSWLTARKQENAERAEKGQEPLPEDEVNTLFKLPPEPSRLDSMILNAQMH
NFTKQLNQFAGPSLTRLYSIQELQK*                                                      
>Rory_3628                                                                      
MTTKLDTLTVNFSSAPYQRAFTISTSPVVLFSVLDHYLRRNEPETKVIGAILGVRSTDGTEVEIRNAFPLIHTTEENEIA
LDREHYRTMLELHQRVNPEEVILGWYTAGSDLTPSCTPVQSFFTEDVAPFQPIHVTIDTNALFNSSDMGLYAYACAPVGF
MSKPGDCLFLPIPCEVKYLDAERSGLDMLASAKSKEDRTASLISDMDHLEIAVTKLQEMLERISKYVDNVVAGNAQPNNA
IGRYIMDTVSVVPKIDSAAFEKMFNSHLQDLLMVVYLANMTRTQLAVAERLQLLVPN*                      
>Rory_4458                                                                      
MPTTVQSSITAHVHPLVLLSATDHYNRVAKGKTVNVSNSFAVPFEEDEKDPSVWFLDHNYVEAMNDMFKKVNAKEKLIGW
YHSGPKLRSSDLEINELFKRYTPNPVLVIVDVKPNDEEIPTDAYFAIEEIKDDGTTTTKTFMHIPSEIVAEEAEEIGVEH
LLRDIKDNAVGTLSTRISSQLGSLGGLQGRLEEIRHYLEKVVSGQLPVNHQIIYNLQDMFNLLPNLESQEMVQSFSTKTN
DQLLLIYLSSMIRAVIALHNLIDNKIENLKDENTLQEEAKEENSAEKTNNEDTVPTVPN*                    
>Rory_5574                                                                      
MASIDTEALHSVQLDGLVVLKIIKHCRESYPNDVTGQLLGLDDKGIMEVTNCFPFPSDGDEDTSAQYQLDMMRCLRAANV
DNNTVGWYRSAHLGNFVDLNLIETQYSYQNSLSSQSIVLIHDVSKSAAQGNLSIRAFRLTDAFMKTYETKKFTTESLAQA
KLSFTNIFEELPVQIYNSHYVTLMLHNIEMPKLNADRLGYLSTFTSSKKTQIELEEARPLAPNFDVLDLELDPFMQKNLH
YLLDCAELQHQEQYNYQYWKKAVAREQAKIQSWLIKRKQENAERAEKGQDPLPEDEVKTLFKLPLEPSRLDSMILNAQMH
NFTKQLNQFAGPSLTRLYSIQELQK*                                                      
>Rory_6631                                                                      
MDASIALKNWELENNITTVDPEEDKIYFYDSEQDKQNVAEKPWKNDPHHFKRVKISATALIKMVMHARSGGNIEVMGLMQ
GKIQGDTMYVMDSFALPVEGTETRVNAQNEAYEFLKQYKIGRLENVLGWYHSHPGYGCWLSGIDVSTQMLNQQYQEPFVA
VVIDPSRTMSAGKVEIGAFRTYPQGYKPLDEGPSEYQTSTHKFRRYYSLEVSHFKSTLDERLLEVLWNKYWVNTLSQSPL
LTNREYATRQMSDLAQKLKQTNDSMTGRMGGYHGDRKKNDETQLSKVTKDGSKITAEAVHGLVSQVLKDQVFNQRNIKE*
>Rory_7775                                                                      
MLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQSGTGVSVEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGC



WLSSVDINTQQSFEQLNPRAVAVVVDPIQSVKGKVVIDAFRLINPQTVMLGQEPRQTTSNIGHLNKPSIQALIHGLNRHY
YSIAINYRKNELEEKMLLNLHKKDWTHGLTLENFTEHTEVNEKSVASMLTLAEAYNKSVQEELTMTPEQLKTRHVGKQDP
KRHLEDKVEAVMGKNIVMALGTMIDSVSF*                                                  
>Rory_10730                                                                     
MPDPISKAQEEEMSSALIAQLLAEDALYQGGVDYYYDDNNIREEDDSYEDNSEDEFDPRKKGRMNHVKKEVMKRGRKRKM
MVTKVVEDEEEEEEGEKIKEPCAINKKPRKPVPEGYNTGVYTELEEKNFLEGLELFGRDWAKLQAHVATRDANSIRSHAQ
KHFIKMFRDNIPLPPKVKETGDGYTLSGKPLDPNSAAAKPYLKSMTANKIDKVERQTKELKIAENKSFEPDSQLYQITVH
SNALLTMDFHAHLMATSVVGFLAGEWDKETKHIVVREAYPCAASKEADPESAIETRQQIEKCDLKVVGWYHLSDNSQCTL
YQNDELLIDAVVCPYRDTIESVRWFQTNDSNNDKPLLYNIQENETMTDELLERLLNLMQAASFEKEAFNEKWKQDTNETK
LEKMISTIRSHMPWIQKDLNEPDKDDIFLEKVKQAFMK*                                         
>Rory_10815                                                                     
MNNDPNFSVPVGGVPSPYSQHYDQYSYEAMQYSEKSEEEKLKEKARKWQQLQNKRYGEKRKFGFIEHEKSDMPPEHLRKI
IKDHGDMTAKKFRHDKRIYLGALKYVPHAVLKLLENMPMPWEQVREVNVLYHITGAITFVNEIPWVIEPVYIAQWGSMWI
MMRREKRDRRHFKRMRFPPFDDEEPPLDYGDNIMDVEPLEAIQMELDEEEDAAIYEWFYDNKPLLDTKFVNGSTYRKWRL
DLPIMSTLYRMARQLLSDLTDKNYFYLFDLNSFFTAKALSMAIPGGPKFEPLYRDLDTADDDWNEFNDINKIIIRQPIRT
EYKIAFPFLYNSLPRSVYVSWYHYPTVVYVRSEDPDLPAFYFDPIVNPISSRTLHGAGTKHEDEIFGDEDEDTEFQLPQN
VAPFLEDTELYTDNTANAIALYWAPHPFDKRSGRTRRAQDVPLVKNWYLEHCPPDQPVKVRVSYQKLLKCYVLNALRQRP
PKALNKKYLFRSLKSTKFFQTTQIDWVEAGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNA
FHLCREILRLTKLVVDAHVQYRLGNVDAFQLADGLQYIFAHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFNTGPVGK
GPGVGFWAPGWRVWLFFMRGIVPLLERWLGNLLARQFEGRHSKGIAKTVTKQRVDSHYDLELRAAVLHDIMDAMPEGIKG
NKSRTILQHLSEAWRAWKANIPWKVPGMPAPIENMILRYIKAKADWWTSVAHYNRERIRRGATVDKTICRKNLGRLTRLW
LKAEQERQHNYLKDGPYITAEEAVAIYTSTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLREAYSVQGRLNQSQREE
LGLIEQAYDNPHEALSRIKRLLLTQRAFKEVGIEFMDLYSHLIPVYDIEPLEKITDAYLDQYLWYEADKRHLFPAWIKPS
DSEPPPLLVYKWCQGINNLTEVWDTSEGQCNVMMETSFSRVYEKIDLTLLGRLLRLILDHNLADYATAKNNVVLNYKDMN
HVNAYGLIRGLQFASFVFQYYGLVLDLLVLGLHRASEMAGPPQLPNDFLQYRDVETETRHPIRLYSRYIDRIHIFFRFTA
DEARDLIQRYLTEHPDPNFENIVGYNNKKCWPRDCRMRLMKHDVNLGRAVFWDIKNRLPRSLTTIEWENSFVSVYSKDNP
NLLFSMCGFEIRILPKIRSLTEEFTLKDGVWNLINEQTKERTAQAYLRVDQESMDRFHNRIRQILMASGSTTFSKIANKW
NTALIGLMTYYREAVVHTRELLDLLVKCENKIQTRVKIGLNSKMPSRFPPVVFMTPKELGGLGMLSMGHILIPQSDLRWS
KQTETGITHFRSGMSHDEDTLIPNLYRYIQSWESEFIDSQRVWAEYALKRQEANAQNRRLTLEDLEDSWDRGIPRINTLF
QKDRHTLAYDKGWRVRTDFKQYQVLKNNPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFTSWLGLFW
EKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQ
KIHEALTMDFAQVFDRELEALQIETVQKETIHPRKSYKMNSSASDILLFAAYKWPVSRPSLLNDPKDVMEGPTTTKYWLD
IQLRWGDFDSHDIERYTRAKFLDYTTDNMSIYPSPTGLMVGIDLAYNMYSAYGNWIPGMKPLVQQAMAKIMKANPALYVL
RERIRKALQLYSSEPTEPYLSSTNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIH
TSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKVEKFG
DLILKATEPQMVLFNLYDDWLKTFSSYTAFSRLVLILRALHVNNDKTKMILRPDRSTITEPHHIWPTLTDEEWAKVEVQL
KDLILADYGKKNNVNVASLTQSEIRDIILGMEIQAPSLQRQQIAEIEKQTKEQSQLTAVTTKTRNIHGDEMIVTTTSNYE
QATFSSKTEWRIRAISATNLHLRTNHIYVNSDDIKENTYTYVMPKNVLKRFITISDLRTQIAGFLYGVSPPDAPNVKEIR
CVVIPPQWGTHQTVHLPNTFPEHEHLDDLEPLGWIHTQPQELMNISPQDVTTHAKLLANNKTWDGEKTVTLTCSFTPGSC
SLTAYKLSPAGFEWGKTNVDPGSQPQGYLPTHGEKVQILLSDRFLGYFMVPSDVWNYNFMGAQFNANMNYKLALDVPKEF
YHESHRAAHFMNFSSETETTAEADIEDAFA*                                                 
>Rory_13312                                                                     
MNKEENIGMLIGYWESIPSNNPYISTKTVAQIKSISFLTRSDKRKDRVEIAPENLHLAAIQAEELGKKMNRPMMVIGWYH
SHPHITVFPSHIE*                                                                  
>Rory_13707                                                                     
MERLQRLFGTAAAGLGQGMQPGMDTPTVDNAEMVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQ
SGTGVSVEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSSVDINTQQSFEQLNPRAVAVVVDPIQSVKGKVVI
DAFRSINPQTVMLGQEPRQTTSNIGHLNKPSIQALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKDWTHGLTLDNFTEH
TEVNEKSVASMLTLAEAYNKSVQEELTMTPEQLKTRHVGKQDPKRHLEEKVEAVMDNNIVMALGTMIDSVSF*       
>Rory_13887                                                                     
MNSMDISVESNTNIVSNLQSSSGLSISVHPLVLLNISDHYTRIRLQNPSIIENGRVFGALLASQSGRDIDIVNSFELPFQ
LAEDGVNHLLDKTFLLYKLDQRMETDNFSSMKQVFPTLDFMGWYSIGIQPTELDLKLHEQFLGVNESSLFLQMNPAALVN
GTKQFPIEIYEPIMDMVDGNYTRLVFIKTSYKLETGEAERIAIDHVAKPSSTTSDTSLGNARTTVVLYKSQMILIFISSC
LSSNNSKKRNRNATF*                                                                
>Rory_14040                                                                     
MPATVQSSITAHVHPLVLLSATDHYNRVAKDTKKRVVGVLLGQNKGKTVNISNSFAVPFEEDEKDPSVWFLDHNYVEAMN
DMFKKVNAKEKLIGWYHSGPKLRSSDLEINELFKRYTPNPVLVIVDVKPNDEEIPTDAYFAIEEIKDDGTTTTKTFMHIP
SEIVAEEAEEIGVEHLLRDIKDNAVGTLSTRISSQLGSLGGLQGRLEEIRHYLEKVVSGQLPVNHQIIYNLQDMFNLLPN
LESQEMVQSFSTKTNDQLLLIYLSSMIRAVIALHNLIDNKIENLKVPAAKSKKNAESINSCLQLVTKFAKLIVIAGSCPF
CKSKIGYYAMLSKMSVHHYNDNNIDLGTACGKPFHTSVLSITDASESDILTAQ*                          
>Rory_14137                                                                     
MIDQEMDSESRQLIEQMLAEEEFYYGKNHSSIPKKKQSDFEPPKKKKGLSSASLPSHKTRWNKEEDDKLLEALDKFGYGH



WKLIAEYVGTRNRLQCKNHARHLALAEKIKVPVKQVEIKETEIKETNENKQETYEVSNETRKETETLKEDKQEAKTNGET
IKDEREVKDKNQTEDYKQEADENEHKVKDDQQGVDVEPKKENDEDEDEEDDLLDIGDTTIEENMIENGMSQEIKAEEDEE
MTDVSQEEESTMHIAEEQKDTSVFQKETMSPVSQEEDVENMNHDALETKEVIPETNTPFDRSYVSEEEKRQNPEWFKQKY
SKTPDRYLKIRNHIIDCWYQCKPRYLTKTQARKGLKDCGDVNAIGRVHSWLESVGAINVDCVTNAPRPPKRVPREMSFEE
EDIFDASDLVVNYDGPRKRKVRNERGEWVDPKELEGRVIEHGVEIPQTIKPKRVKRMLFHQHYYTGDDFNRGYDPFRLVP
TSYYNDIVLPPFEVEIVSDALLVMDFHSHLAHTEIIGLMGGNFITKSGTKVLQVKSIFPCKSTSTGIQCEMDPASEMRAR
EVFAEQGYNVVGWYHSHPTFEPHPSIRDIENQTSYQTLFREEESGDEPFIGVIVTPYDAEIQSDHSQFQYLHISKEWNES
HSYRVPYACKRRVEQCEEVSDCILDQLKALIDEYKDYEHKVDMTSPFGKSTRLEKLLDSLRTHLFIKAEQEAQFIDKVKE
LVEKEFMKPEKN*                                                                   
>Rory_14473                                                                     
MIADEQYYYGCDNLPHVASLPEHAIPTPIEPDVNQFEIIQLGYGNWNIIADHVKTRNALQCEDRAHQIFQIQSKEEEIRL
PSFSQVSSMASYHLPTNETMRLPPASSMVPQISISQNNHPSPAFFTTMDNTNNNINTSNTSNDNERVLDENEITEDEKKG
NAEWFMGKAAKTPERYKRIRNHILKCWRETRPRYLTKTAGRKNLADCGDVNAVGRIHSYLESIQAINVDCITTPTVRKRP
VRKNEDGEEVYGEDNDEEEGYREKVEYSTNRDGKVRPKRNARKREGFYGDNGRVGNDNDPFTLIPVGYYTQAKDAPFKVE
IGSDALLVMEFHAHLAYTEIIGLLGGRFYKDEEGQNKLKVEYVFPCRSTSTGIQCEMDPVSEMAARELFEQKGLDVVGWY
HSHPTFEPQPSIRDIENQTSYQDLFRNEASGDEPFIGFIISPYDQQYANDRSQIQCLHISKRWSTTNQYRLPYACIQQVE
QQTQVNQGVFDAFLNLLKEYKDHENKIDMTLSFGNMSRLDKLLSSLRVHLYMDPESCERFLENVKNMVQEHFITQQAVQP
VSTDNVVKSLTV*                                                                   
>Amac_AMAG_03405                                                                
MERMAAQFGMGGPQMQPGMDVPTMDTAEVVHISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQSGTG
VSVEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSSVDVNTQQSFEALNQRAVAVVVDPIQSVKGKVVIDAFR
TINPQMTMMNQEPRQTTSNIGHLNKPSIQALIHGLNRHYYSIAINYRKNDLENQMLMNLHKRDWTAGLVLDDVAQHATKN
ADAVKSLLHLADLYNKSVQEEQGLTEQQLATRHVGKQDPKRHLEEKVDELMSDNIVQMLGTMLDSVAF*           
>Amac_AMAG_04428                                                                
MADSSFDYAVYGRAMTIAQHPLAILNISDQFTRMRVQNTATASPGLVFGALLGIQSGRRVEIFTSFEVQVHAPQFTVDTE
LLKTRLEQCTFATVSATSFYGL*                                                         
>Amac_AMAG_04522                                                                
MASSSTDASNALKTWLLENNVQTVEPTDELYERTPLPEGRPWTKDPRYFKKVKMSAIALIKMVLHARRGGHLEVMGLMQG
KVMGDTMVVLDAFALPVEGTETRVNAQQEAFEFMVRYQQTSESLARVENVVGWYHSHPGYGCWLSGIDVSTQMTNQQYQE
PFLAVVVDPNRTISAGRVEIGAFRTYPAGYTPPDAAKSEYQSIPLSKIEDFGVHANQYYQLDVSLFKSRLDAQLLDLLWN
KHWVNTLAQSPLTSNKDYFVGQMGDIAAKLDRAESQVQQIGGSSGKKGDDDADASHLGKAARDATKLVSETTHALMSQVI
KHVVFNAGANGAAGGAVPAVAGQRL*                                                      
>Amac_AMAG_04722                                                                
MERMAAQFGMGGPQMQPGMDVPTMDTAEVVHISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQSGTG
VSVEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSSVDVNTQQSFEALNQRAVAVVVDPIQSVKGKVVIDAFR
TINPQMTMMNQEPRQTTSNIGHLNKPSIQALIHGLNRHYYSIAINYRKNDLENQMLMNLHKRDWTAGLVLDDVAQHATKN
ADAVKSLLHLADLYNKSVQEEQGLSEQQLATRHVGKQDPKRHLEEKVDELMSDNIVQMLGTMLDSVAF*           
>Amac_AMAG_07468                                                                
MASKNVFAALAVDQHDDDYLGVSTEPVTSVQVDALVALKIAKHAKDLYPAAVTGALLGMDIDGVLEVTQSYPYLAKARRG
RDNDDNDDDAAELDEHYQVDMLKCLRQVNADANTVGWYHAAPLSHFLQYSWVANQAEYQTSIPQSVVLEYDPLASQTGTL
ALRAFRLTDAFYALLKAKSKHSINSEAVTASGLLESGLIEELPVTIRNAHVVSALLYSQNLTAHSIAAPMPGVDRSTYVA
KHANALLETLDDLAGEHARYAGWHRAYTRDKARMDATLHRKRQENPAEAEALAKQLAAKLPNEPSKVDSLLLSHQAGQHC
ELLDAFLAPAVLSVETARVAVGAEPAHE*                                                   
>Amac_AMAG_07771                                                                
MSFNPMAGPPGFPGMAPPPGFAAASSSSRRGGTGAPPGAPLSSIPTAASAPGTLSADKIAEKARRWTQQNAARFSEKRKH
GMSAPPKENMPPEHLRKIIKDHGDMSSRKFRNDKRVYLGALKYMPHAVMKLLENMPMPWEQVREVPVLYHITGAISFVNE
VPRVIEPVYLAQWATMWITMRREKRDRRHFKRMRFPPFDDEEPPLDYADNILGVEPLEAIQMELDEDEDAAVYDWFYDHK
PLIDTCKVNGPSYKRWNLDLPIMATLHRLAGQLLSDLNDPNYFYLFEKKAFFTAKALNMAIPGGPKFEPLYRDLDTADDD
WNEFNDINKLIIRHPIRSEYKVAFPFLYNSLPRSVHVGWYHHPASVYIKADDPDLPAFYFDPIIHPISSRTLKSTALVAH
EDELLGDDDDDLEGFTLPEDMAPFLADEELYTDNTAPGIALYFAPHPFNKRSGHTRRAQDVAMVKTWYLEHCPPNQPVKV
RVSYQKLLKNYVLNELHAKRPKAMAKKSLFTQLKNTKFFQTTEMDWVEVGLQVVRQGYNMLNLLIHRKNLNYLHLDYNFN
LKPIKTLTTKERKKSRFGNSFHLIREILRFIKLIVDAHVQYRLGNIDAFQLADGLQYIFAHLGQLTGIYRYKYRLMRQVR
QCKDLKHLIYYRFNTGPVGKGPGVGFWAPGWRVWLFFLRGIVPLLERWLGNLLARHFEGRQTKGIAKTVTKQRVESHFDL
ELRAAVMHDILDMMPEGLRASKSKVVLQHMSEAWRCWKANIPWKVPGMPVALENIILRYVKSKADWWTSVAHYNRERIRR
GATVDKTVCRKNLGRLTRLWLKAEQERQHNYLKDGPYVSAEEGIAIYTTTVHWLESRKFSPIPFPPLSYKHDTKLLILAL
ERLKEAYSVKGRLNASQREELGLIEQAYDNPHETLSRIKRLLLTQRTFKEVGIEFMDLYSHLIPVYDVEPLEKISDAYLD
QYLWYEADKRHLFPAWIKPADTEPPPLLVYKWCQGINNLDAVWDTTEGQCNVMMETSLVKLYEKVDLTLLNRLLRLIVDH
NIADYMTAKNNVVLSYKDMSHVNTYGLIRGLQFASFIVQYYGLVLDLLILGLHRASEMAGPPQLPNEFLQYRDRETETRH
PIRLYSRYIDKLHVFFRFTADEAKDLIQRYLTENPDPNNENIVGYNNKKCWPRDCRMRLMKHDVNLGRAVFWDMKNRLPR
SVTTIEWDASFVSVYSKDNPNLLFSMSGFEVRILPKVRMAHEEFTLRDGVWHLVNDATKERTAQAFLRVDDESIQRYNNR
VRQILMASGSTTFTKIINKANTALIGLMTYFREAVVHTRELLDLLVKCENKIQTRVKIGLNSKMPTRFPPVVWYCPKELG
GLGMLSMGHVLIPQSDLRWSKQTDVGITHFRSGMSHDEDQVIPNLLRYILPWESEFIDSQRVWAEYALKRQEAHAQNRRL



TLEDLEDCWDRGLPRISTLFSKDRHTLAYDKGWRVRTFFKQYQILKADPFNWTSVRHDGKLWNLNNYRTDVIQALGGVEG
ILEHTLFKGTYFPTWEGLFWERACFDRQTELKFYGGKSVSVPEIRVGDQLLGDDGTPRTVLHVVTGYDRLMELKFIGSEY
QPPLVVTDNHILCLKPHVQVESLPDRSAFRVYSVGSDCSVETKDFAVRDADGETETEDEAVVVANEQHFKSVEDAGAAAR
TYAAHVEVLGRETIHELTVEQYLQLPAKAQELLFLYWAPPSAITTSDSAELAKAVEPAHLGKIVSVTRRAEYEQYFGFMV
DGNQRFLRSDRMVVHNSGFEESMKFKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLK
ISLIQIFRAHLWQKIHESVVLDLCQVLDQELDALEIEAVQKETIHPRKSYKMNSSCADLLLFAAYKWNVSKPSLLSDTKD
TFDAGNTQKYWIDVQLRWGDFDSHDIERYTRAKFLDYTTDNTSIYPSPTGLMIGVDLAYNLHSAYGNWFPGMKPLVQQAM
AKIMKANPALYVLRERIRKGLQLYSSEPTEPYLNSQNYAELFSNQTIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIL
NPRTGQLFLKVIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPNQIIVSRKGMLDPLEVHLVSFPNCLIRGAELQ
LPFQAVMKIEKFGDLILKATEPQMYLFNLYDDWLKTISPYTAFSRLVLIMRALHVNNDKAKVILRPDKTVVTEPHHIWPT
LTDQEWIQVEMALKDMILSDYGKKNNVNIASLTQSEIRDIILGMEIAAPSLQRQQMAEIEKQSETTSQLTALTTKTTNVH
GDEIIVTTTTNFEAATFASKTDWRVRAVSSTNLFLRTQHIYVNSDDVKDAGFTYVLPKNLLKRFITVGDLRVQIMGYMYG
VSPPDNPYVKEVRAIVLVPQWGTPQTVKVPKQVPEHEYLSDLEPLGWIHTQPTELPHMAPHDALQHAQFLHEYKEWDGDK
TVVMACAFTPGSCSLTAYRLTPAGYEWARKHNDQAAANAGNAAIQGYMPSHYERVQMLLSDRFLGFFMVPDERSWNYNFM
GSSHRDDMRYQLVLDTPKEFYHEAHRPTHFLNFANLEEALAGQPADAGIDKDDVFQ*                       
>Amac_AMAG_07842                                                                
LGPCARGATAAAAAPARVKKPEVKTVLGRLENNRELRTMFIPRDLIDKFEVVARRNTEANLETCGILCGTMFRGQLYTTH
LLIPKQVATSDTCATTHEEELVAYQDAHHLITLGWIHTHPTQTCFMSSVDLHTHCSYQVMLDEAVAIVLSPRHNNPRYGV
FRLTHPPGLEFLLKCPEKNTFHPHPDHIPLYTNADARIAPGAGHVVLVDSTQGRIKVVDLRGQ*                
>Amac_AMAG_08605                                                                
MVSPTTASAPAADKPAADGAVGLLGPANVPDRVIVHPLVLLSVVDHYNRVAKNTRKRVVGVLLGQHTGKVFNVANSFAVP
FEEDDKDPSVWFLDHNYIESMNEMFKKVNAREKMIGWYHTGPKLRASDLEINELFKRFIKDPILCVVDVQPNHLGIPVDS
YFAIEEVKDDGTPVTRTFMHVPSAVEAEEAEEIGVEHLLRDIKDNAVGTLSTRLANQLESLRGLASRLRDIQTYLHKVVE
GKLPVHHEIIYNLQDVFNYLPHLDAPATSRAFHAKTNDQMMVLYLGSIVRSILALHTLIDNKLQNKAAEEKAADAQDAKK
AGGDKADAAAKDGKGKAAKDGDKAEPASPKP*                                                
>Amac_AMAG_08807                                                                
MSPPHHTPRRLACIVLPSSAMHGYLMHAATTAQEEVMGLILGDWKPLPPKPHRDSFISIESADALGAEEYVAEVACLLVQ
RRLDKRPDRVELAPEQLIEATAEAEMWSKKSGRTVRVIGWYHSHPGITVNPSHVGLCCLSPSAHAVDPGIKSHPRSSHPP
DLGTQETQQLMDDRFFGLIVSCFHAEADRTQKQRLVAFQTYTPTRTLVSVPILHRPVAPGMDVMTRTMFHAVPKTLYSEL
ADEYTRVAENARGRGAVQVVAGVQHIGDLMDLADKVIVPAKTVAAYHARQKNTVSAKVPGIAFVPVAASSTREVNDLIEL
*                                                                               
>Amac_AMAG_09649                                                                
MAGAPRADNGAGHDDDQEPVCLSIEELNARARIAVDPDQNINMYIRSAQNLFREGNVYQGEGELQPTYERFMRFSILVLE
ELPKHPDFNNHSNQVVLSILKKNCQEALNKLEMLKPVLEKRYRMQQTRLRQAGSASSDPSSFSTTTAEQLLAAAPSVPSA
RMRSVSETPPPRVDKTPPVALRKESSTALPRRVSVQQDGRAPPPLLPKPQITLAVIHALQSPAHGHVADGHVRPATPPSP
PSLTRRPTPGGYSRTNSLSRPGSPMFLGSTGSTPPVPTAPKPQLGGSTSSGEHDTGVTTLPSGSSDNIGGPSFLEARSQW
MKRQKAGTPDFTSDSPGLGDLSDGRAPATTGALPSSFALELEKITGSSASSASDPFGLDPSGPSWSHVPLQRAPPAIMAR
NANSGMMAAVMVPKPAPVPTPPPVPSARPTASPRPGSFATTGETKKPSKEPLDPFALFPKLPEAPPPFAMSDAGTSTATP
SEPAARTKIREGPPTDRGPYAFPPQLDENATSSSSVTLQRVDKVVRDGIEMEIPLWTPNELTEELLRLTPGVSGATPSGE
PAASSGQTTISLDDQIMRFESMFPEVAADSGSVATADLTAAAALVAAKAPNVTRSVGYPALDMAQPSSLLPHNMWNPPPV
PSATAPPAIPPRPVVFSPAPVAAVMEAPQRVASAMGHAHRPSASAPVTNPPRMMAPPPLPTKPVTLQNTLQARPLPTPPP
PLAPKPVHVAALRPDPVSDPAPAPPAAAPARVKKPEVKTVLGRLENNRELRTMFIPRDLIDKFEVVARRNTEANLETCGI
LCGTMFRGQLYTTHLLIPKQVATSDTCATTHEEELVAYQDAHHLITLGWIHTHPTQTCFMSSVDLHTHCSYQVMLDEAVA
IVLSPRHNNPRYGVFRLTHPPGLEFLLKCPEKNTFHPHPDHIPLYTNADARIAPGAGHVVLVDSTQGRIKVVDLRGQ*  
>Amac_AMAG_09728                                                                
MAFNPMAGPPGFPGMTPPPGFATSSSSSTSSSRRGGSGAPPGGIPAAAPAPGTLSADKIAEKARRWTQQNAARFSEKRKH
GMSAPPKENMPPEHLRKIIKDHGDMSSRKFRNDKRVYLGALKYMPHAVMKLLENMPMPWEQVREVPVLYHITGAISFVNE
VPRVIEPVYLAQWATMWITMRREKRDRRHFKRMRFPPFDDEEPPLDYADNILGVEPLEAIQMELDEDEDAAVYDWFYDHK
PLIDTCKVNGPSYKRWNLDLPIMATLHRLAGQLLSDLNDPNYFYLFEKKAFFTAKALNMAIPGGPKFEPLYRDLDTADDD
WNEFNDINKLIIRHPIRSEYKVAFPFLYNSLPRSVHVGWYHHPASVYIKADDPDLPAFYFDPIIHPISSRTLKSTALLFG
DDDDDLEGFTLPEDMAPFLADEELYTDNTAPGIALYFAPHPFNKRSGHTRRAQDVAMVKTWYLEHCPPNQPVKVRVSYQK
LLKNYVLNELHAKRPKAMAKKSLFTQLKNTKFFQTTEMDWVEVGLQVVRQGYNMLNLLIHRKNLNYLHLDYNFNLKPIKT
LTTKERKKSRFGNSFHLIREILRFIKLIVDAHVQYRLGNIDAFQLADGLQYIFAHLGQLTGIYRYKYRLMRQVRQCKDLK
HLIYYRFNTGPVGKGPGVGFWAPGWRVWLFFLRGIVPLLERWLGNLLARHFEGRQTKGIAKTVTKQRVESHFDLELRAAV
MHDILDMMPEGLRASKSKVVLQHMSEAWRCWKANIPWKVPGMPVALENIILRYVKSKADWWTSVAHYNRERIRRGATVDK
TVCRKNLGRLTRLWLKAEQERQHNYLKDGPYVSAEEGIAIYTTTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLKEA
YSVKGRLNASQREELGLIEQAYDNPHETLSRIKRLLLTQRTFKEVGIEFMDLYSHLIPVYDVEPLEKISDAYLDQYLWYE
ADKRHLFPAWIKPADTEPPPLLVYKWCQGINNLDAVWDTTEGQCNVMMETSLVKLYEKVDLTLLNRLLRLIVDHNIADYM
TAKNNVVLSYKDMSHVNTYGLIRGLQFASFIVQYYGLVLDLLILGLHRASEMAGPPQLPNEFLQYRDRETETRHPIRLYS
RYIDKLHVFFRFTADEAKDLIQRYLTENPDPNNENIVGYNNKKCWPRDCRMRLMKHDVNLGRAVFWDMKNRLPRSVTTIE
WDASFVSVYSKDNPNLLFSMSGFEVRILPKVRMAHEEFTLRDGVWHLVNDATKERTAQAFLRVDDESIQRYNNRVRQILM
ASGSTTFTKIINKANTALIGLMTYFREAVVHTRELLDLLVKCENKIQTRVKIGLNSKMPTRFPPVVWYCPKELGGLGMLS



MGHVLIPQSDLRWSKQTDVGITHFRSGMSHDEDQVIPNLLRYILPWESEFIDSQRVWAEYALKRQEAHAQNRRLTLEDLE
DCWDRGLPRISTLFSKDRHTLAYDKGWRVRTFFKQYQILKADPFNWTSVRHDGKLWNLNNYRTDVIQALGGVEGILEHTL
FKGTYFPTWEGLFWERACFDRHTELKFYGGKSVSVPEIRVGDQLLGDDGTPRTVLHVVTGYDRLMELKFIGSEYQPPLVV
TDNHILCLKPHVQVESLPDRSAFRVYSVGSDCSVETKDFAVRDADGETETEDEAVVVANEQHFKSVEDAGAAARTYAAHV
EVLGRETIHELTVEQYLQLPAKAQELLFLYWAPPSAITTSDSAELAKAVESAHLGKIVSVTRRAEYEQYFGFMVDGNQRF
LRSDRMVVHNSGFEESMKFKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQI
FRAHLWQKIHESVVLDLCQVLDQELDALEIEAVQKETIHPRKSYKMNSSCADLLLFAAYKWNVSKPSLLSDTKDTFDAGN
TQKYWIDVQLRWGDFDSHDIERYTRAKFLDYTTDNTSIYPSPTGLMIGVDLAYNLHSAYGNWFPGMKPLVQQAMAKIMKA
NPALYVLRERIRKGLQLYSSEPTEPYLNSQNYAELFSNQTIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFILNPRTGQ
LFLKVIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPNQIIVSRKGMLDPLEVHLVSFPNCLIRGAELQLPFQAV
MKIEKFGDLILKATEPQMYLFNLYDDWLKTISPYTAFSRLVLIMRALHVNNDKAKVILRPDKTVITEPHHIWPTLTDQEW
IQVEMALKDMILSDYGKKNNVNIASLTQSEIRDIILGMEIAAPSLQRQQMAEIEKQSETTSQLTALTTKTTNVHGDEIIV
TTTTNFEAATFASKTDWRVRAVSSTNLFLRTQHIYVNSDDVKDSGFTYVLPKNLLKRFITVGDLRVQIMGYMYGVSPPDN
PYVKEVRAIVLVPQWGTPQTVKVPKQVPEHEYLSDLEPLGWIHTQPTELPHMAPHDALQHAQFLHEYKEWDGDKTVVMAC
AFTPGSCSLTAYRLTPAGYEWARKHNDQAAANAGNAAIQGYMPSHYERVQMLLSDRFLGFFMVPDERSWNYNFMGSSHRD
DMRYQLVLDTPKEFYHEAHRPTHFLNFANLEEALAGQPADAGIDKDDVFQ*                             
>Amac_AMAG_10031                                                                
MVAPTTAPAPAADKPAADGAVGLLGPANVPDRVIVHPLVLLSVVDHYNRVAKNTRKRVVGVLLGQHTGKVFNVANSFAVP
FEEDDKDPSVWFLDHNYIESMNEMFKKVNAREKMIGWYHTGPKLRASDLEINELFKRFIKDPILCVVDVQPNHLGIPVDS
YFAIEEVKDDGTPVTRTFMHVPSAVEAEEAEEIGVEHLLRDIKDNAVGTLSTRLANQLESLRGLASRLRDIQTYLHKVVE
GKLPVHHEIIYNLQDVFNYLPHLDAPATSRAFHAKTNDQMMVLYLGSIVRSILALHTLIDNKLQNKAAEEKAAEAQEGKK
AGGEKADAAAKDGKGKAAKDGDKAEPASPKP*                                                
>Amac_AMAG_14347                                                                
MSAPSILSLPQLQKNAGLTANALAPPASLAARVSALALLSILDHWTHRDIDAPRVVGALLGTRSEDGTVLDITDAFPIVL
LADQELAIDVDFANTMHQLRRRTNSKEVVLGWYSTGSALDETSPGLHDWFEANLISTAGSFHHGVHLLVDTSLASDDLGV
QGFIGLPVTTLADGIQGRVFVPFPVQVAPAEHEISGLEAIATAAIPRNHNHAALPQHFGPDDVHQRVTKLEHVVDASIQY
VEATLAALKAKKAMTGAEAATLNRLGHTLARVVAARTDATDLARMDDEIRDLKTVLDLAAQARKQMQVAELVMYGAAFKV
*                                                                               
>Amac_AMAG_15812                                                                
MSAPSILSLPQLQKNAGLTANALAPPASLAARVSALALLSILDHWTHRDLDAPRVVGALLGTRSEDGTVLEITDAFPIVL
LADQELAIDVDFANTMHQLRRRTNSKEVVLGWYSTGSALDETSPGLHDWFEANLISTAGSFHHGVHLLVDTSLASDDLGV
QGFIGLPVTTLADGIQGRVFVPFPVQVAPAEHEISGLEAIATAAIPRNHNHAALPQHFGPDDVHQRVTKLEHVVDASIQY
VEATLAALKAKKAMTGAEAATLNRLGHTLARVVAARTDATDLARMDDEIRDLKTVLDLAAQARKQMQVAELVMYGAAFKV
*                                                                               
>Amac_AMAG_16182                                                                
MADSSFDYAVHPLAILNISDQFTRMRVQNTVTASPGLVFGALLGIQSGRRVEIFTSFEVQVHAPQFTVDTELLKTRLEQY
KEVFPEYDFLGWYSTSVQSPTAREVHLHKQFMGFNELPVHARLDPSLLGTKALPFYLYESATDSTTGELSLVEVPVKVET
SEPERIAVEGVTKEVAAGAGAEGALIQHLSSQSSALAMLHTRIQAILAYVKQVQAGALPPDHDLLRQVASIVHRLPTISS
PEFSEALAKEHNDILLAMYLAIMTKTTQATNQMVNKHLQTQSTSGAAGGMLPGHHGGPFGGRGMRGFGGSSSGGGRNARA
SVMAALHGGATPWS*                                                                 
>Amac_AMAG_17057                                                                
MSPPHHTPRRLACIILPSSAMHGYLMHVATTAQEEVMGLILGDWRALPPKPHRHSFVSIEPADALGAEEYVAEVACLLVQ
RRLDKRPDRVELAPEQLIEATAEAEMWSKKTGRTVRVIGWYHSHPGITVNPSHVDLGTQETQQLMDDRFFGFIVSCFHAE
ADRVRPPRPIPHPRPHAPSSPQPPSLPHQTQKQRLVAFQTYTPTRTLVSVPILHRPVAPGMDAMTRAMFHAVPKTLYSEL
ADEYTHVAENARGRGAVQVVAGVQHIGDLMDLADKVIVPAKTVAAYHARQKVR*                          
>Bden_Batde5_35516                                                              
MIPLHSVVLASEVHMLCSAYALCTENEEVALLLLGDYTPMPNGANIAIVQNCFFVVRKDKRKDRVEISSQELSRALLEAD
QRSLKVIGWCHSHPKITILPSHVDLATQLTMQTMDSRFFGLIYSCFHTNQDLTQRIQVTAFQSISDESGSIDGIQQIKIP
LTIPPLENGLMSVDRMSKLAEIPSRLYDETCLAAEHTSHLGQTSENSSLQCTEPLPAETTLESLSISRRFGVAFQSWARL
MFVPTSSSALSMAVASNLVAINKVLVGRDARFGGAVWAFDAVAADRAFENMATRNGTELVVVLAGFAYYYKSTQRQLQIL
TIKCLPRTLNVVFASNQSKHLHTSPNNETTDQLQHHGHDSSFFHKDVAVNEQKTLQKRVHLDNRNCLVFEGLKMEAESDD
LDKLFGSLQEDVYNQNSLDSGLNERDSLLLKSLLDDSDYNQILPLGSQKQSDQSAAPSDLDTLPEPSSVLAPDFPTDTTT
LAYRQDSDFFHSPLPSWFNPALLAQSCSPIHFEPHFQQLTKSSLELSSHCYSSPASISSSSMTQQPVYFQKDSTSWMASE
PDLLSLSNFDINFPCHSNPSQHSEYHSPQPTKSTNISSLKRPTPFFSGITGSEPLQISLESQESDLHTPTRSTLSKTTTR
LRQSKSNHSPSCSDLNKTVYPLHCVRLDPVLETIMCQDPDTDHLFSCPFSGCASRFRRRHNLKCHYATKHVGVKKLSCYC
CSYKTLRWRELLRHIERAHTCKLVDPQFDKNDVIPALLNAGSVSPSSTFTALGTDNSYF                     
>Bden_Batde5_16367                                                              
MPMFFPQPPQPPTPSSADLTAQKQPKPPKISSLTPEEKLAEKAHKWKVMNSKRYAQKRRFGVSETQKENMPQEHLRKIVK
DHGDMSSKKYRNDKRIYLGALKYVPHAVLKLLENMPMPWEQVRDVPVLYHITGAITFVNEIPRVIEPHYIAQWGTMWIMM
RREKRDRRHFKRMRFPPFDDEEPPLDYGDNILDVEPLEAIQIELDEEEDAAVYDWFYEHKALVDTRFSNGSTYRNWNLNL
PIMSSLYRLARQLLSDLVDKNYFSLFDKSAFFTSKALNMAIPGGPKFEPLFRDVDQGDDDWNEFNDINKIIIRHPSRTEY
KIAFPFLYNSLPRSVHVGWYHHPANVYIRSDDPDLPAFYFDPIINPISSRTLQTGPSNSFEDEIFGDEDEDSNFVLPDSV



NPFLEHLPLYTDSTASAIELYWAPHPFDKRSGKMRRAEDIPLIKSWYMEHVPPGNPVKVRVSYQKLLKCYVLNELHHRPP
KSKNKKYLFRQLKATKFFQTTEIDWVEAGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAF
HLMREILRLTKLVVDSHVQYRLGNVDAYQLADGLQYTFAHVGQLTGMYRYKYKLMRQIRLTKDLKHLIYYRFNTGPVGKG
PGCGFWAPGWRVWLFFLRGIVPLLERWLGNLLARHFEGRQSKGIAKTVTKQRVESHYDLELRAAVMHDILDMMPEGIKTN
KSRTILQHLSEAWRCFAPGTLVRMANANIPWKVPGLPSPIENMILRYVKSKADWWTSVAHYNRERIRRGATVDKTVCKKN
LGRLTRLWIKAEQERQHNYLKDGPYITAEEAVAIYTATVHWLESRKFSPIPFPPLSYKHDTKLLILALERLKEAYSVQGR
LNQSQREELGLIEQAYDNPHECLSRIKRLLLTQRAFKEVGIEFMDLYSHLTPVYDIEPLEKVTDAYLDQYLWYEADKRHL
FPAWIKPGDSEPPPLLVYKWCQGINNLTDVWESADGQCNVLLETRLSKVYEKIDLTLLNRLLRLIVDHNIADYMTSKNNV
ALTFKDMNHINAYGLIRGLQFASFIFQYYGLVLDLLVLGLTRASEMAGPPAIPNDFLQFRDGTTEARHPIRLYTRYIDRL
YIFFRFTAEEARDLIQRYLTEHPDPNNENVVGYNNKKVWPRDCRMRLMKHDVNLGRAVFWDIKNRLPRSLTTIDWEDSFA
SVYSRDNPNMLFAMCGFDVRILPKIRSTQEEFTLREGVWNLINEQTKERTAQAFLRVDEESLQRFHNRIRQILMSSGSTT
FTKIVNKWNTALMGLMLYYREAVVYTREILDLIVKCENKIQTRIKIGLNSKMPSRFPPVVFYCPKELGGLGMLSMGHVLI
PQSDLRWSKQTDLGITHFRSGMSHDENQTIPNLYRYIQPWESEFIDSQRVWAEYALKRQEANAQNRRLTLEDLEDSWDRG
IPRINSLFQKDRHTLAYDKGWRVRTEFKQYQLLKNNPFWWTHQRHDGKLWNLNNYRVDMIQALGGVEGILEHTLFKGTYF
PTWEGLFWEKACSDFMVLHNSGFEESMKFKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKI
PTLKISLIQIFRAHLWQKIHESVVMDLCQVFDQELEALEIETVQKETIHPRKSYKMNSSCADILLFTAYKWNVSRPSLLT
DTKDSFDGATSQKYWLDVQLRWGDFDSHDIERYTRAKFLDYTTDNMSIYPSPTGAMIGIDLAYNLHSAYGNWFPGMKPLV
QQAMGKILKANPALYVLRERVRKGLQLYSSEPTEPYLSSQNYGELFSAQIIWFVDDTQVYRVTIHKTFEGNLTTKPINGA
ILIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQIIVTRKGMLDPLEVHCLDFPNIVIKG
SELQLPFQACIKIEKFGDLILKATEPQMVLFNLFDDWLKSISSYTAFLRLTLILRALHVNNEKAKIILRPDKTVITEPHH
IWPTLTDQEWFKIETELKDLILADYGKKNNVNVASLTSSEIRDIMLGMEISAPSLQRQQIAEIEKQQQNQSQLTAVTTKT
QNVHGDEIIVTTTSNYETQTFSSKTEWRIRAISSTNLHLRTNHIYVNSDDIRDSGFTYILPKNVLKRFICISDLRTQIAG
YMYGVSPPDAPQVKEIRAIVLVPQWGTHQQVHLPHMLPEHDHLKDLEPLGWIHTLPNELPQLSPLDVTMHAKTMAENPGV
WDGDKTIIITCAFTPGSCSLTAYKLTPAGFEWGRNNKDTSANPPGHLPSFYEKVQMLLSDRFLGFFMVPEGDGLWNYNFM
GTKHRADMKYLLTIDNPKEFYHEMHRPNHFLNFSGLEASGSSIGATVGAGVIGSGYGPGAYEADIDDQFA          
>Bden_Batde5_36989                                                              
MEVDSTGSGIPENSTRTDSSENVVACIPSSSGLSITLHPLVILNISDQHTRIRMQTENTDSSIALHQVIGALIGIQIGRE
VEILNSFELPCTLVDGQTIVDMSYFSFKQDQYKQVYPTMDFLGWYSTGMTPTQSEIYIHQQMCQHNDAPLFLQMHFIPSD
VPAIELPITFYESLVDIVDGVPHTLFVKSKFKIETSDEELLAIEHVAHETSEEGQSKLTTHLIGQQNAICMLQSRVKALV
QYMQDVEHGVLPKNHTLLRQISSLCNRLPTLQGNDFDNEFNVDYNDVLVMTLLAALTKGSHSLNELTNKINTIRTKRALH
RPSTGSSGVAFGQSAGTLGMHI                                                          
>Bden_Batde5_11562                                                              
MEVDSTGSGIPENSTRTDSSENVVACIPSSSGLSITLHPLVILNISDQHTRIRMQTENTDSSIALHQVIGALIGIQIGRE
VEILNSFELPCTLVDGQTIVDMSYFSFKQDQFYPTMDFLGWYSTGMTPTQSEIYIHQQMCQHNDAPLFLQMHFIPSDVPA
IELPITFYESLVDIVDGVPHTLFVKSKFKIETSDEELLAIEHVAHETSEEGQSKLTTHLIGQQNAICMLQSRVKALVQYM
QDVEHGVLPKNHTLLRQISSLCNRLPTLQGNDFDNEFNVDYNDVLVMTLLAALTKGSHSLNEVCNKS             
>Bden_Batde5_25215                                                              
MAGNARDSARSSLKSASSNIVSTGATQFVKESFRQLNKRADVHVDSTRYVQSAPNIWRQAISYEKENDLVQTYIMFMRYT
VLGVTELKKHPDYKSPAVQGDIQKIQMNCAMAITKLERIRPLLEKRYSAIEQANIIEMDRRKREYAARVEAAQIALNAEK
MKANQHSDMSVHTERVSSGSAMEGQLYDDEWWRMESGSKSDGQSMTKSIQSELPAAMPTYSLPVQSTSNISASLPPPIPF
KPSNAMSALLGPEPSYESLTSPTYKTIFDDSLEGKLRKMHLPRRLMQEFLKRAQPNTSRNLETCGILCGRLQKNEFTITN
LVIPKQTATSDTCSTTNEEDLIEFQDKRDLITLGWIHTHPSQSCFLSSVDLHTHCSYQLMLPEAIAIVMAPSKTPSQGIF
RLTDPPGIDVVTACRDPQMFHLHEGYEGQLYESTEKGHVYVSDEMMLDITDMRV                          
>Bden_Batde5_34064                                                              
MGAGGGMGAAQPGLDTPTVDTAEMVYISSLALLKMLKHGRAGVPMEVMGLMLGEFIDDYTVRVIDVFAMPQSGTGVSVEA
VDPVFQTKMMDMLKQTGRPEVVVGWYHSHPGFGCWLSSVDVNTQQSFEQLHPRSVAVVVDPIQSVKGKVVIDAFRLINPH
SAVLGAEPRQTTSNVGHLTKPNMQALIHGLNRHYYSMAINYRKNELEQKMLLNLHKKTWTHGLTLKNFNTHSESNEKAVK
AMLSLSEAYNKSIQEEMSMTPEQLLTRHVGKQDPKRHLEDKVEASMSSNIVQCLGSMLDAVSF                 
>Bden_Batde5_15731                                                              
MQASSSLSARKRFELENNIKEVDSRDAIFYYDSNQQKQIQNSRPWAKDPHHFKKIKISAVALIKMVIHSRSGGNIEVMGM
MQGKVVDDTMIVMDSFALPVEGTETRVNAQAEGYEYMVEYMTKIKQVGRLENAIGWYHSHPGYGCWLSGIDVGTQMLNQQ
FQEPFVAVVIDPNRTISAGKVEIGAFRTYPQGYSPSNTDALEYQSIPLNKIEDFGVHCNQYYPLEISYFKSSTDSQLLEL
LWNKYWVNTLSSSRLLTNREYAAYQIKDLANKIEHTESSVGAAPRMLSVESAKKDEAPIFKLAQDSSKITTEAIHGLMSQ
VLKDVLFNPSVHD                                                                   
>Bden_Batde5_34448                                                              
MDDVDIDIEGEETRPPTRGASDTSTHKGLEDNSDSLYFDKAQSVVYPEPEWLTSDHLLESGALDTPEMDPQSKALIESMF
AEEEHYFGHASYVGDPLAYTENIHSANKYEPMRTKSETAGSKSNLEIKRKRTADTAKSIPNRSKWSERENTRLVAAIEKH
GYGSWRKVADSLGNRTSKQVAVHTRYLLIHGVQIPGAPAAKIPQADIKPVNTVCSETSIKLENTKTPDIDEDIDVDITDG
SDVEVYSKVLLKDPFGNVSDSCNSDINSSTSLGCESDSATEKSDSSFAFTAQEDATGSPNYVTDAQDKNNVVSNRAASHM
TSQVNTESKPAEILNSDIPKVSLTEDMTIKTENEPVLSVAASFTKDSTCKIEQTPSESQYTNPMEQTPIYERIAESHSVL
SKIKENNTADTTNQDQKTNNAKKVNEDSHDEESDDDLEQCHYLVGDSRQEDFSIDPSIIKPFEMEFCPEWFLGEYTGKRI
NKTPSRYQKIRNHILDLWAKMRPISVSKSRIRPGLKGQGDVNALSRVHSFLQSIGAINVDCQKPQLKTKRSVAARTAKPK



SNLLKNIYGGGEISAVYEGTNNIPTDTNGRRRRKVRTPNGNWVWELEGSTIEHIDPEKEEQRKLLQKNAKYFVDQQCNTK
RLKTNKSVVTDIMGKYDPFKLIPLQRYLDNTPHALHVKVHSNTLIIIDFHSHLAHTEIIGLIGGTFDPVKKELNLLQVYP
CNSLSTGVQCEMDPVSEMQARDHFNALGLNVVGWYHSHPTFEPNPSIRDIENQANYQKLFCREDGMEPFVGVIVSPFDKR
TPVLISRFQFITVSQEWNSMSEYRLPYSCIKSIIPSTSLPQDIFLQISELVRTYRTHPSLVNLSKPFHTRFVVTTRLDKL
MNSLESHVILGANQAQTTMFLEKVRDLVERGFSLEHTGSKSTNALE                                  
>Bden_Batde5_12121                                                              
MLVNKKISSVELNALAALKIIKHCKDGFPATCSGQLLGIDAVGKLQITNAFPFTAEAAVGEDVFDGTDYQTQMLCCLRAL
NFDANSVGWYQSTYMGTYWNQAIIDAQYNYQKNSPHAVMIIYDPSGTSQGNLSLKALRLSDTFMQVYETRKFSTENILEH
KLTPGSVFETIPLKISSSHLLNTALLEVSNQSNLSSTTCSAFSFPSFQFASHLSSDAAPLTPNFDNLELSSETYLEKHLE
RMVESVEEHGQEQWRWQGWQRSFNKEQIRSQHHISQMNADNAAAIAAGNPPIHHEEDLKVPLSSFAKVASNEPSRLETLI
ISNQLDTYCKQINQFAGPTLTKMFVAKSFQPQK                                               
>Bden_Batde5_35451                                                              
MAPKKFKIQSGHKSSEQEAAPASRSLFSGKSDSFLRLSLPSSSAALTSTPSSSNVSPLVLLSILDHYLRRKESQSQIIGA
LLGVRTTDSFGMSQVQVVNSFPLSYSETSDHKVFVDADFFTKMYALHLQTNPKETIIGWYATGNELNENSVWIQEMFSGE
NSSSFSAYDAGSKKPGSFFVQLPVSYQSTDKSSMDVLVKATESLSMEASLTSDLDNLEESVKSVYDMLTVVCAYVEKILS
GETKPNATLGRHLLDTVSLIPQIKPAEFSKVFNSHMQDILMVVYLANLTRTQLAIAERLHKMV                 
>Bden_Batde5_35761                                                              
MPATVTSPAGIVVHPLVLLSVVDHYNRTAKNTNKRVLGVLLGQQTGNHINVANSYAMPFEEDEKDPSVWFLDHNYHEAMY
DMFKKVNAREKIVGWYHTGPKLRPSDLEINEVFKRYTASPALVIIDVNPSELSIPTDAYMSIEEIHDDGTAAIKTFVHLP
SSIEAEESEEIGVEHLLRDIKDTSVSTLSTQITSQVNSLKSLHVHLTEIRNYLSKVLAGKLPINHQIIYNLQEIFNKLPN
LSVPTTVKSFAVKTNDELLIIYLSSLIRAVIALHGLIDNKIMLQDHENKENNAATGKLNIKDVTSEKDATAVDIKDTKK 
>Spun_SPPG_00695                                                                
MEEDIDIEGDDEEEILAQQVGELGDRNGLSGPHEPETQKQISVRSGGGLKTEDVTTLLEQYPEPGWLSEQMDWKRSLDAD
MDEQSRALIESMIAEEEFYFGQGTVSLPPSGDRLVKSDSKFQQDDKKIAKKRTSGGPDDGLRKKTKRDKLSAGASVPSHK
VKWTKEEDERLREGIRLYGYGSWKRVASFMKTRTALQIKNHVRHLTVHGGVRFEGSGAENCKGDLAVDIPAVDKKVDMQE
EDEDVDIDITDDEDPIGKGENGGTTLAENVVLVPGEESAENVENLGITEEREAVESGDDESSGTGENVTLATREDVGLAS
DISSSEAANRGQEKENNLPPASCLEESFEGEQTVTDMESLREVAEAGTHGTESLQMTENDGHPCVSATDVSLESSSVEAP
GRTSSASDLHELGTRPVKMNISTSESRSNGANTTSGHSEELDESPLVKYSEKASEVSEDSGAVTPLDLSAVTRLLIPDDL
ETTSSAAEESTSFEIDSDAIQRFEVSSLPEWFLSTLAVSQGKKPHPRTLHKTPERYKKIRNYILAAWDKCKPKYLTKTSV
RPGLKGEGDVNAIGRIHEFLENIGAINVGCAEKGGRKYYGGTGVKKPKEDLADDMTELEAGSVWSFMEEGRRRRRRVRNE
RGEWVYEDTLGGDDDEGGSAQTGEDLAIAKEEARLFALNSKYFADEELEKYDKRLLKRRQRQRGFAPSMGAPDSDILGDY
DPFRLIPTRSYSTDVPAPFRVVVQSNAMIVMDVHSHLAHTEIIGLLGGTYDPIERILKVADVFPCRSLSTGVQCEMDPDS
EMQAREVFSAKGYDVVGWYHSHPTFDPIPSIRDIENQIAYQTLFQRHDGVEPFIGAIVTPYDPRYSADRRSRFGLLSVSQ
EWNSMHEYRLPYSCNVTVVASETLSGELFEQLTRLLKEYRNYEHRVDLLKPYAPRSDPNFTRVEKLMHSVATHANLVGSL
EGQAFVTRLRDVVLKGFCGVSSTPSGNGEQYNNDTG*                                           
>Spun_SPPG_01071                                                                
MALSAVHVSAEVHMLCLSYSLCTEKEETLALLLGTYYEENGKDFANVDRCLILTRKDKRKDRVEISDEQLSNAIEEAEAT
GTKVVGWSHSHPHITVFPSHVDLNTQRSMQLLDNRFFGLIFSCFNTDSTLAERIQVTCFQAGSDGSRISIPLLIMPRDPF
ITQQTLTQLVEKLPTTLLREEREAYDRCTSMHHEHDDDDTHAGADEIIAASFHGGLLVRSLALLLDRLISPLVQFCVDRH
ERNLKEIQTLKESSNEESSC*                                                           
>Spun_SPPG_01913                                                                
MPSATTSPESVIVHPLVLLSVVDHYNRTARNTKKRVVGVLLGQNVGSKVNVANSYAVPFEEDDKDPSIWFLDHNYHEAMY
DMFKKVNAKEKIVGWYHSGPKLRASDLEINELFKRYIPNPVLVIIDVKPKDLGIPTDAYYAVEEIHDDGTATTKTFNHIP
SQIEAEEAEEIGVEHLLRDIKDTSVGTLSTQITNQLNSLKGLQNHLSDIQNYLTKVLSGSLPVNHQIVYNLQDIFNLLPN
LQVQETVKSFAVKTNDELLVMYLSSLIRAVIALHGLIENKLMLRDAERKEEGGGEPEKKDVVEKKEGDKTEEKTEEKK* 
>Spun_SPPG_02894                                                                
MSAQPPPPFGHQPPLYGAARPPPPIPTPTSELSEEKLQEKARKWAQMNAKRYGEKRKFGFVEPQKENMPPEHIRKIIKDH
GDMSSKKYRHDKRIYLGALKYVPHAVLKLLENMPMPWEQVREVPVLYHVTGAITFVNEVPWVIEPVYIAQWGTMWIMMRR
EKRDRRHFKRMRFPPFDDEEPPLDYGDNIIDVEPLEAIQMELDEEEDAPVYEWLYDHKPLMDTKFVNGSSYRKWNLNLPI
MSTLYRLAHQLLSDLTDKNYFYLFDLKSFFTSKALNMAIPGGPKFEPLYRDMDAADEDWNEFNDINKIIIRQPIRTEYKI
AFPFLYNSLPRSVHVSWYHYPTVVYVRTEDPDLPAFYFDPIINPISSRTLQSNAKVSHEDEIFGDKEEDEEFRLPSSVTP
FLQETPLYTDNTANGIALYWAPHPFDKRSGRTRRAIDVPLVKNWYLEHVPAGQPVKVRVSYQKLLKCYVLNALKHRPPKA
MNKKYLFRQLKATKFFQTTELDWVEAGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHL
MREILRLTKLVVDSHVQYRLGNVDAFQLADGLQYIFAHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFNTGPVGKGPG
CGFWAPGWRVWLFFMRGIVPLLERWLGNLLARHFEGRQSKGIAKTVTKQRVESHYDLELRAAVMHDILDMMPEGIKANKS
RTILQHLSEAWRCWKANIPWKVPGLPTPIENMILRYVKSKADWWTSVAHYNRERIRRGATVDKTVCKKNLGRLTRLWLKA
EQERQHNYLKDGPYITAEEAVAIYTTTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLKEAYSVKGRLNQSQREELGL
IEQAYDNPHESLSRIKRLLLTQRAFKEVGIEFMDLYSHLIPVYDVEPLEKITDAYLDQYLWYEADKRHLFPAWIKPGDSE
PPPLLVYKWCQGINNLTDIWETSDGECNVMMETKLSKVYEKIDLTLLNRLLRLIVDHNIADYMTAKNNIVLNYKDMNHVN
AYGLIRGLQFGSFIFQYYGLILDLLILGLHRASEMAGPPAVPNDFLQFRDIATEVRHPIRLYSRYIDKIHVLFRFTADEA
RDLIQRYLTEHPDPNNENIVGYNNKKCWPRDCRMRLMKHDVNLGRAVFWDIKNRLPRSLTTIEWEDSFVSVYSRDNPNLL
FSMCGFEIRILPKLRSSHEEFTLNEGVWNLINESTKERTAQAFLRVDEESMQKFHNRVRQILMASGSTTFTKIVNKWNTA



LVGLMTYYREAVVHTRELLDLLVKAENKIQTRIKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLRWSKQT
ETGITHFRSGMSHEEDQTIPNLYRYIQPWESEFIDSQRVWAEYALKRQEANAQNRRLTLEDLEDSWDRGIPRINTLFQKD
RHTLAYDKGWRVRTDFKQYQVLKNNPFWWTHHRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKA
SGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIH
ESVVMDLCQVFDQELEALEIETVQKETIHPRKSYKMNSSCADILLFAAYKWNVSKPSLLNDTKDSFDGATTQKYWVDVQL
RWGDFDSHDIERYSRAKFLEYTLDNMSIYPSPTGVMVGIDLAYSLHSAYGNWFPGMKPLVQQAMAKIMKANPALYVLRER
IRKGLQLYSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSV
WAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQIIVTRKGMLDPLEVHCLAAGTKVMVVRNGCLLNVKVDELVQGDVLL
DERGGATRINTPVVSGNRPLLRVSGRTHGLVSQEYTVTEGHLLSLRCESEPYVFTTGYPSGTVRFQYAAYKNDGSVEWQS
AEFKHNKDGQLVRISEMDQEVGLPTSEQKDIKIQILDWWKQQADRVELRATVNITALEYMHLDADHPLKTKFGGYRGRVN
DGWPVELSRSSSGVTTVLDPYFLGIWLGNGSTSANSVRVSISKDDVDIVDKLRSIFLPQGFTIMVAGASTTAYDVDICDP
ISQSNRLKDALFEAGLIGEGSAKHIPVGYMHAGKDVRQRLLAGLIDANGVQSTRTDNGSLEHVMQGMEHMPSEHIERIIK
NHQPLNVWIFGQRQMEERLFEDVVQLARSLEMMQTVSPDKLPKSNNTDSHKQIILSGYDQEEVSSHVALKHKQLGPYCLL
KGLDQNRIALTVERAEAGTYFRFSVDGYQSRFLLADWTVVHNCLDFPNIVIKGSELQLPFQACLKIEKFGDMILKATEPQ
MVLFNLYDDWLKTISSYTAFSRLVLILRALHVNNEKTKIVLRPDKSVVTEPHHIWPTLTDEEWIKVEVQLKDLILADYGK
KNNVNVASLTTSEVRDIILGMEISAPSLQRQQIAEIEKQTKDSSQLTAVTTRTQNIHGDEMIVTTTSNYETQTFSSKTEW
RVRAIASTNLHLRTNHIYVNSDDIRETGFTYILPKNILKRFICISDLRTQIAGYMYGVSPPDNSQVKEIRAIVLVPQWGT
HQQVHLPHMLPDHEYLKDYEPLGWIHTQPNELPQLSPLDVTMHAKIMADNKGYWDGDKTVIITCSFTPGSCSLTAYKLTP
GGFEWGRNNKDMGANPQGYLPSHYEKVQMLLSDRFLGFFMVPEGEGVWNYNFMGAKHRADMKYALTIDTPKEFYHEVHRP
SHFLNFSGLEETGITSVGSGVAGSNEADREDQFA*                                             
>Spun_SPPG_03450                                                                
MASKTNNATAVRKEAYEGLVNLEGIDPGLLESKPLHEVQLDALVVLKILKHCREYAPVTATGQLLGIDVTGTLEVTNCFP
FTSKSHEDEGQDEMDGAEYQLQMLRCLRKLNYDANTVGWYQSTYLGSFWNQSLIETQYNYQKTFAQSVVIVYDPTRTTQG
NLCLRALRLCDGFMELYQNRKFTMESLIHNKLTPTSIFQSLPIKIRNSHLLTALLHELDEQISFPPSLENSLSLPSSTYT
PRIPTNISPFSPNLDKLELGLESYLEKHLEYLGETVEEHGQEQWRWQGWQRNLQKEQQRLQQTISKRRLENSSRAAQGLP
PAYTEEDLQPTSQTLTKILANEPSRLESLIITNQIDTYCKQVTQFAGPGLTKMFMTKGVRVEGKE*              
>Spun_SPPG_05179                                                                
MTSVIAPTKTQELSDEAIARQLQEQFDAYEDYWEDPFDNAGKDDDDFVLDPRKLKKSGKRGGRTSSGNGSRSSASSKSRG
RGRKRKPSQPHDDPAHAATIDEQTSPNVVKRLKGDEQVSSIPTVNSETSAPPDHPPASDAPPAEGGTAATINAQPDSGSV
TKTQTSKMTAINQGRWTDLEEKLFLEGLETFGRGWEDLTRHIKTRSRDCVKSHAQKHFIHLYLDGKPLPDKVKQSGEGYT
LSGKPLNPDSAALRPYLKARKRDPSLISPDSPLRKETETVDHPAVELVRKRSASQEQPVLPISPSTRCQSSGASVTQEVD
KPLAPAIVQPSLEDLGIEVGADGKTEYARNRPRREAASKPRRKYAEDAYDLLPCLSFKNSPGDGQPGSQPYHLRVDRKAI
ALMDLHSHLLDTEVVGLLAGHYDAEKNECVIRTALPAQRKPIDADATITVEASEESLAEALSLADSLGLQIMGWYHSHPI
FSTDPSNIDLTTQHLHQEAFKGYCYGHFGQEDEGEKVGGTCAGSAQTAQEATSVEGESVSPAVENRPFIGAICGPYDPKL
EGSKSQLNWFVLPDPRKRIPRKLFTVLQGEEEICRVGLEKYEFDKMLSLIRSYKTSRHREERHDFGQVWRGTELRRDKLV
KSLREWLVGGVEGKECAEEVGGNAFVGNFVPLEEVLKRIGEEVDVFNEDTPQ*                           
>Spun_SPPG_05378                                                                
MDRLQRLFGGAAGMGAAQPGLDTPTVDTAEMVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVIDVFAMPQSG
TGVSVEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSSVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVIDA
FRLINPQMMMLGQEPRQTTSNIGHLNKPSIQALIHGLNRHYYSIAINYRKNELEQQMLMNLHKKTWTHGLVLNDFDQHAH
LNEKAVKTMLQLSEAYNKSVIEESTMTAEQLKTRHVGKQDPKRHLEENVENAMTSNIVVTLATMLDAVSF*         
>Spun_SPPG_05538                                                                
MATAMETDEVPFQTTKVVSDAASASGLIITLHALVIINISDQWTRTKMQQGDVNPIVIGALLGTQSGREIEIFDSYELPF
TIVDEKPVMDKVYFVSKQEQLRQVFPTYDFLGWYSTGAQPSATELHLHQQMIGYNESPLFLQLNPLVSPTAKDFPISVYE
SIIDLVGGQAQLLFLKSQYKIETGEAERIAVDHVAHVTNASTDKGSTLITHLVGQRNAIKMLHARIRLIHEYVSDVESGK
IPRDHNIMRQIASLANRLPTIDSPEFQEEFLVDYNDVLLMTYLATITKGTSAISELVEKFNMVGPKRPGGFPRGPAAYLG
*                                                                               
>Spun_SPPG_07154                                                                
MPTSTSFLHLQFPPASLGTSSPSTFSVSVGPVVLFSVLDHYLRRPEQQPRVIGALLGVRSEDGSEVEIRNCFPLSHSETS
DQQVVVDTEYLNQMYSLHQRVNSKETIVGWYATGTEINPNSVWIHEFFANETAPFQPVHLLVDTKLSNDKMACRAFVSSQ
VGVPGTDHPGSMFLQIPCDVKYFDAERSGLDLISMAKDTPDRTAGLLSDMDSLERSVLQVQNMIETVSTYVNSVLTKKEQ
ANSAIGRFLMDTVSLVPRIDADEFEKMFSSHLQDLLMVVYLANLTRTQLAIAERLHKMM*                    
>Spun_SPPG_08594                                                                
MDASNAQKRWELENNIVADDTNQDLIYHYNSEEQKANVNAKPWTKDPHHFKKVKISAVALIKMVMHARSGGNIEVMGLMQ
GKIFDDTMVIMDAFALPVEGTETRVNAQAEGYEYMVEYLEKIKEVANLLMVKVGRLENAIGWYHSHPGYGCWLSGIDVST
QMLNQQFQEPFVAVVIDPNRTISAGKVEIGAFRTYPAGYKPPDEGPSEYQTIPLSKIEDFGVHAKQYYQLEISYFKSTLD
SKLLEMLWHKYWVNTLSSSPLITNREYTARQISDLAEKIEQADSSLSQSGRGAFFNERKKGDETAVAKVAKDSSKITVEA
AHGLMSQVLKDVLFNRPLLS*                                                           
>Ecun_NP_586363                                                                 
MFSGFVGPDDGEPTSDASETVQISSLALLKMLKHGRAGIPLEVMGLMLGEFVDEYTVKVVDVFAMPQSGTNVTVESVDPI
FQMEMMSILKATGRHETVVGWYHSHPGFGCWLSTVDISTQQSFEKLCKRAVAVVVDPIQSVKGKVVIDAFRLIDNQLGVL
GGEPRQVTSNIGYLKTPTLISIIHGLNKHYYSFNITCRKNDFEQKMLLNLHRKTWADNLKLGDVRSKREEALKLIESYGK



AFEEEKNLAGKNPDMAKVGRIDYRRRLLEKCEESIMENTIYSLLYSIHRYIFTQ                          
>Ecun_NP_584725                                                                 
MSEVIVHPLVLLSAVDHYKRKGTKRVAGILLGDDDGEIHITESFACIFEEDEDGWFMDTSYIRSMFDLFYKVNHKLKVMG
WYHTGPRMYENDLDITRSLGSFVESPFLAIINVHLGENDLPVQTFKLDEQDEFVHVGCSIEAEEAEEVGVEHLIRDIREE
ASGSIAARINGIKESLAVYRGVLGEIRSYLNDVISGDIHLNQEIINLCQEIINSTPKLERPLDENLSDCYVSVLAKTVVA
LNDLRKNRLESGIETSAS                                                              
>Npar_EIJ88528                                                                  
MRMNMVFSTPNNKSYLVLYKFCTFVVIYGLHYRNNSIFNNFILILFVMLSLRKAIVVHPLVLLSATDHYRRMDQPRVVGT
LLGKVENGVVHVTNSYAVPFDELEDNPNVWFFDTSYNENMYKLFNKVNNMESIIGWYHTGEHLHKNDLQITQTFRSYCKD
PILAVINVENAHEGSPVKCYKLERESTTNNESTQFVFAHVPFEIEAEEAEEVGVEQLVEEIKDINIGDVENKICRIKQAL
AELSNGLSTIEEYLQAVENGDRPYDPETMNSIQELMNNIPRRIPGEMKEYLDELDINSFICATVRPVVLLNEIEKSK   
>Npar_EIJ89171                                                                  
MWDQSRLIEDAYTPDAAETIQISSLALIKMLKHGRAGVPMEVMGLMLGEFVDEYTIRVTDVFAMPQSGTGVSVEAVDPVF
QTKMMDMLKITGRGESVVGWYHSHPGFGCWLSSVDINTQSAFEQLSKRAVAVVIDPIQSVRGKVVIDAFRLIPMQKSISG
VEPRQVTSNIGYLTKPTLVSMMHGLNRHYYSINIQYKKNELEEGMLLSLHKKTWADCLKMESVSEFEKKAEGRKKEIKEL
GRALKKRVEEENLAKEQNVELETVGRLDIRKRILHESEALMSENTVQQLIVHIHNRIFS                     
>Ttra_AMSG_00007                                                                
MSASAAVVPEVVQMDALAALKIIRHCQESLPRLAGGQLLGLDVEATLEVTNCFPFPHEDDEEEDSIFQSRYSRHQRRNAL
KEMLGTRRTDLGEFVNKTMHFLKLVNVDANAVGWYTTSIIGSNLTQSIITQFDYQTANPGAVLIVYDPLRTRKGSVCLRA
FQLTEAFMTLFKGKKFSADDLLDSDLSFRDIYTERPIRIYNSPLVNAFLLEMQDSFQNVDDVVFDRFDLESAVFLEKNME
YLLEAIDTFNQGQGNYIYFKNRVAHRDEQLKRRRAENEARRADGEAPIPETDIHKRFGSLPDVSSRLEALLASSNVNNYA
LQLRSYVHQSFTRVYATEAIQS*                                                         
>Ttra_AMSG_00149                                                                
MDALHLNFTSAPKGKMHPVVVLSVIDHYMRRPEGQNRVIGALLGTRGVNGVVEIRNSFPVPHSETADEVAVDMDFMAVQR
ELHMETFPEDDIVGWYATGPEITEYSILLHEFFASSGSRHPIHVTVDTTLSNGRLAIQGYVSSVLQMGSASFGTQFHPIE
VGMASFEAEQIGLNLISRGLYSADGTTPLAEEMNNLESSLAQLADHLDEAANYVDGVLAGSIQPDNKIGRFLLTAVSAVP
QIEADAFVDMLDSNIKDLLMVLYLSDLIRTQLHLSDRIDKVLAKHARKEESATASA*                       
>Ttra_AMSG_00648                                                                
MAATRGPDPEQVAQELAFDDIDELKERAKPPPIDSAVSLKHYYRTAAQLQLLADSYGLEENYEYQYIYLLRFTTLCVSHL
PGHDEYKNPRYTKERKEFRARAMAALADLEALHKVLARAYELAAAADAADAADAAEAEAAGASAGASGAPPAAAPQLTLA
QMRARLSIGTSYGTAAAASPVASSAFAASAPAAAAAVVCDEAADAAAAVAAAAAAAAAAAARVYPDAESMSVTDIEPYIP
HAKQQEYISKLRQQELEQEAARARIAHQEAELAKLETALAAERERAAAAAAAAAAASAAAASTAAVPARAAPPRAAPASA
PAVAPAKAKPKRRKRKEKDVFRNVVVCNSMMGEFLRVAQPNTKRALEFCGILAGVCVSNVLYITTLIIPAQEATTDTVHT
TDEESLWEYQMTHDLLTLGWIHTHPTQQCFMSSVDVHTHCAYQSMLPEAIAIVMAPKYRPNYGIFQLTTPRGLKTVQQCR
KTGFHPHPSHIKIYDHARHVMVAAKPLQLKVVDLRRGMKGVREWTID*                                
>Ttra_AMSG_01611                                                                
MQAPTSVTVHPVVLLSVVDHYNRVASGSRNKRVVGVLLGEKYKDGRIDVTNSFAVPFDENSKNPGIFYLNHDFLERMFGM
FKKVAAKEKIVGWYHSGPKIRESDLAINEIFRGYVRDPVLTIIDAYYAVEEIPEDGSEPRKTFRHIASDIGAEEAEEVGV
EHLLRDINDSTLSTLSNEVKHKLNGLRGLGERLRAMQKYLENVVNGVLPVNHEIVAQIQDVFNLLPNISSEGMVKAFAVK
TNDNMVVLYLAALIRSVLALHNLLNNKIFTKSAEQKADEELDAADAAAAKSAAAASAAATDASSSAKSGKDAE*      
>Ttra_AMSG_03608                                                                
MSLQDLLGGMLGGMGGMGQAPSPDAPVVDTSEMVYISSLPLLKMLKHGRAGVPMEVMGLMLGEFIDEYTVRVIDVFAMPQ
SGTGVSVEAVDPVFQTNMLDMLKQTGRAEMVVGWYHSHPGFGCWLSGVDVNTQKSFEALNPRAVAVVVDPIQSVKGKVVI
DAFRTISPQSVMLGQEPRQTTSNVGHLHKPSIQALIHGLNRAYYSIAISYRKNELEQKMLANLHKRRWLEGLSVVDFEKH
TKSNEETLASMAALAAKYNKDVQAEEGLTPAELSIAHVGKVNAKKHLEGAVEDLMAANIVQTLGIMLDVVVF*       
>Ttra_AMSG_11209                                                                
MSSPPTSQIVDEAGKAAARAAFDETNEVIAVDSANDLYAYNEEEIQKTLNEKKWKNDVHYFKRTKISAKALLKIVMHAHS
AAKGERKTEIMGMLLGKVVGETIIVLDAFELPIQGEEAFVTAGDQANIYMSEYVANSKLARPENPIGWYHSHPGLQVFLS
GTDCTTQRLYQQFMDPWLAIVIDPVRTMTSGKVELGAFRTYPPGTSAASASSGWEPVPADLIEEFGVHKDEYYKMETSYF
KSASDAALLDLLWDQYWVSALATNALTSNAEYFSDCIHKVARKLEDAEEEMAHSSSSSSARFRAGGAGAGSSMSFLSSAP
AAAGPPDSKLALCADESSKFAIEELHALTTQVVKDSLFNIRR*                                     
>Ttra_AMSG_12073                                                                
MAASSAAGQQATVGDESSSALNIVLHPAVIVSITDHYTRARANTKTPRPRVVGGLVGTQRGRTIEMHSAYELLVSEDADG
GLVFDMEFLRKKHQLIVDVQEEYQFLGWYSTGTAPSAADLAVQTLLREEGINESPLYMVLDPTPPPGTKELPIDIYESEL
RIIDDSPTYRFVHTAYSIYSGESERIAVDHVAHLSSVATAESSSSVTTHAGGIANAVENLSGRLAIILRYLKAVQAGTAE
ADPRILRMVKAVVLQLPVATTGAGTEFDLEFVAQYNDTLLTTYLATLTKAASAVNNMVDKFNVVATSDLDVAAFQSAVTE
WLETAWTAVDAATATSAVLVVGNEAADVDSVVCALAWAYTLRNKAIEGCVVLPVIGVPAAELPLRTEVTALLAATCIDAS
LFAYPDTVQQVVDAVGRDAVTIHLVDHNVVRMPALVSLGSAVNAIIDHHTDEGAHDAAAPRRIETVGSCATLVTEMIEAG
NLPPPLAFMLLATVLVDTVNLAPEAGKVTSADEAATRSLCQAIAPCGGGDDHVALVNTLFEQMQAAKFDVSALSCAQLLA
RDAKYYTTPAGLGYAIPGVFLNGAEFVVRAGGATELAIALSDYAAAKHAHFVVVMLTQPSDSGVSREMIVYVPASTPDAS
TLLNRLVDFLVSVNNSELQLQTTAACSDAGSTDAGVIVHLAQGNATASRKRIAPLLVEFTASM*                
>Ddis_XP_642011                                                                 



MTTQTKTSSPIQPSPIEQSPIQQSPIQQSPIQQSPILQSPIQRSPIQQLPIQQSPSISSTSFSNSNNDTNFNSKRLSNSI
FPTSTSPVLSPLSPPLQPQPLISTSTSFNINNNNNNNNNNNNNNNNNNNNNNNNNNNNNTPKTTISGATRSSWTKEEERL
FVEAYKLYDKDNKKIQEHVKTKTILQVRSHAQKFALKLEKNGIKSLDNIDQLFNQSHAASSSHNLPSHNTPWSNEEHELF
LKAIEKYGRGNWKLISTLIKSRNTLQIKNHARIYFDKISQQNGPPSKKTIIEVENNNNYNDQNNNNEQNNNNNNNNNNNN
NNNNNNNSFFNGNDNGNNSSYSDNGNGNKSTSSKSDLSNTRSSGSSSSSGSSSSSSSSTISSGGSGGRSSGGSSGRSSGN
SKKSSSKSKSKNPTSKPITPIQPKLILPSRNIILSSAFSTPTPTSISTFPKTPTYTTSNYKSSNNPLNRSFGSINNSSSN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNKPPTKERYLDLNIITQEEMMGCKEYFTGQISKTPD
RYIKIRDKIIRQWDSFKPNYLSKTFSRNQIKDCGSDINSIGRVHQFLESIGVINFNAVGNPLNNNDYDRDNNNNNNNKNN
NNNNNNNNNNNNNNNNNNNISDLSAILSSAITNRMLENRKTNNPLRKRKIFYDGQWMDQSLLNTTIEHSGNENDKINMAT
SSTINNVNNSKTSSSSSPTNESSKLYNFEDFSSFPSFDPFTLVECKKYNNPNEQPFTIDVSSNTMIVMDIHSHISSTEVI
GMLGGKFNPDTNHITILLAIPCNSISSDIQCDMDPNSQIAAKEMVNSIGLDIVGWYHSHPNFEPIPSLRDIETQTSFQNL
FATSSNNNNNNNKSMIEPFIGFIVNPYHKNGLISNFNCITITKQMDETNQYRIPYQLSTSYTPSLNNQYLYQQIDNLFEK
YKSYSSRIDLKKTMENGGFTHLDKMISSISSNLILNNNSSSSNNKNNTNESDLINCDEDIIQDDQTELFLTKIKNQFKDF
NNNNNNNNNNNNNNNNNNNNNNNNNNKNKNRNEGSRSRSRSRSRSRSRSRSGTRSRSRSRSLDSYSRSRSRSGGNGYVGE
KTLPKKHHHQHLHNRHKSNTFNDPDLSDSYMSEVSRSSSDYYNTESSSSMSDIEDDDISEYSDTENYKSFNKNNNNNNHY
NNNFLDKPVLQNKPSYQ                                                               
>Ddis_XP_641565                                                                 
MSTFPTSTIVHPTVLLSVVDHYNRVAKDTNKRVVGALLGSNNKGVVDVSNCYGLPFEEDEANPNIWFLDHNFHENMFAMF
KKINARENVVGWYSTGPKIRPADQDINELFRRYTPNPVMVIIDVAPKELGIPTKSYVTVEEINKDTSESTMRFQHIPSSI
DAVEAEEICIEHLLRDVKDSSISSLTTQITDKKISLKHLLTNLQEMQHYLKLVCDGTLPPNHQIIGYIQDIINLSPNLNA
NEISKSFAVQNNDTMSVIYLSSMIRSIIALHNLIINKTANREAEKKADIINSTPPTTATSPSVADKGKEKEQNAFNGADK
PSKQA                                                                           
>Ddis_XP_640846                                                                 
MDIDEQIIQDYSNSKLDVVQIDGLVVLKIIKQCKEYLPELVPGQLLGLDIGTSLEVSNCFPFPPRDQEDENSESIADYQL
EMMRFLREVNIDSNTVGWYTPTYLNSFFNESVIETQYNYQATINQKCVVIVYDPIKTSQGTLSLKCYRLTQSFMELFKDQ
SFSRERLDQANLSFNDIFEQIPIKIHNSQLINALLYEFDGASNNLTNSFDRLNISNNIYLEKVVEGMTDCLESLNQELNK
VYINQRNIQTQKTNYIQQKFLEGQKVDEDELASMIKPLNPPSKLTSLLLTNQINNYTDQIHSFSGNSLTKLSLLKDLQK 
>Ddis_XP_629327                                                                 
MTDTTTTTTTDANKLVLEKSANSSGLEVDLHPLVLINISDHFTRTKVQSNYQDNCRVIGVILGVQNGRNVEICNSFEMVY
ATVDKQLVLDIEYLRKKYEQLFPLYDLLGWYSTGSQVSKDDILLHKQISEHNESPLYLMLDTDSPKSKDLPVIIYESELH
IVNDEPTTIFVKTPYKIQTGEAERIGVNHIAKVTPSGSEGSGLTSHLFTMHNAISMLNIRVKALSDYLQAVKEKRLPYEQ
NILRKASSLCNQLPTIDTHDFKKSYLQEYNDVLLVTYLASITKTSASLNDTIDKYLVSNEKQSKRRFYQ           
>Ddis_XP_629217                                                                 
MQKETSIFLPSQVTVKVHPVVIFNILDHYIRRNVGQDRVIGTLLGFNNDGVLEIRNCFPVVHSETEQIAVEMEYQRKMLD
LHLKSSPREPIIGWYATGNDINENSVHINNFYRDEMGNSTPIHLTVDTGLTNDTMGIHAYMAHNLSLNPESSLGSYFSQL
PLEILTFEAENAGLESIAQTKYDQQSTSLLSELESLQGSLTKLDEMLESITSYIESVEKGEIQGDPRLGRFLAKTIQALP
KANAQVMDKVINNSVKDLLMIVYLSSLTRSQLAVATKISHSLSN                                    
>Ddis_XP_644863                                                                 
MNRSLMSLLGREGLGEKITDATPLPDTAETIHISSLALLKMLQHARAGVPLEVMGLMLGELIDEYTIRVIDVFAMPQSGT
SVSVEAIDPVFQTKMLDMLKQTGRDEIVIGWYHSHPGFGCWLSSVDVNTQQSFEQLQSRAVAVVVDPLQSVRGKVVIDAF
RTIKTSPTAEPRQITSNLGHLQDPSIQALIHGLNRNYYSIAINYRKNELEQKMLLNLHKKKWTEGLIVDKFDTHEQSNEK
QINNLLELTKQYQKSIQDEDKIEPEKKEVSAVGKLDPKRHLISDVHTLMANNVVRVLTVMLDTVTF              
>Ddis_XP_644240                                                                 
MDDTNSNINQSNESQHLEEKAKKWIQLNNKKYSEKRKFGAVEIRKEDMPPEHLRKIIKDHGDMSNRRFRDDKRVYLGALK
YMPHAILKLLENIPMPWEQVKYVKVLYHLSGAITFVNEIPFVIEPIYIAQWATMWVTMRREKRDRTHFRRMKFPLFDDEE
PPLDYSDNILDNEVEDPIQMELDENDDSEVIDWLYDSKPLVNTKFVNGSSYRKWRLNLPIMSTLFRLASPLLSDLTDSNY
FYLFDDNSFFTSKALNMAIPGGPKFEPLFRDVDDDDEDWNEFNDINKVIIRNKIRTEYKIAFPYLYNSRPRKVKTPTYHT
PNNCYIKNDSPDLPGFYFGAALNPIPSYKTSGNKNEQSEYGTEDDEFQLPEEIETILSKTEIEHDNLANGIQLYWAPRPF
SLRSGTTRRAEDIPLVKSWYKEHCPSEHPVKVRVSYQKLLKCHVLNKLHHRKPKAQTKRNLFKSLKATKFFQSTEIDWVE
AGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFYLKPIKTLTTKERKKSRFGNAFHLCREILRLTKLVVDVHVKFRLGDADA
FQLADAIQYLFSHLGLLTGMYKYKYRLMRQIRMCKDLKHLIYYRFNTGAVGKGPGCGFWAPMWRVWLFFLRGIVPLLERW
LGNLLARQFEGRQTKGMAKTVTKQRVESHFDYELRAAVMHDILDMMPEGIKANKSRIILQHLSEAWRCWKSNIPWKVPGL
PIPIENMILRYVKSKADWWTNIAHYNRERIKRGATIDKTASKKNLGRLTRLWLKAEQERQHNYLKDGPYVSAEEAVAIYT
TTVHWLEKRRFSAIPFPQTSYKHDIKILTLALERLKEAYSVKSRLNQSQREELSLVEQAYDNPHDALARIKRHLLTQRTF
KEVGIEFMDMYTHLVPIYDVDPFEKITDAYLDQYLWYEADKRQLFPNWVKPSDNEPPPVLIHKWCQGINNLDQVWETSQG
ECVVLLETQFSKVYEKMDLTLMNRLLRLIVDQNIADYMSGKNNVVINYKDMNHTNSYGLIRGLQFASFIFQYYGLVLDLL
VLGLERASALAGPPNLPNSFLTFPSVQTETAHPIRLYSRYVDRIHVLYKFTADEARKLIQKYMSEHPDPNNENVVGYNNK
KCWPRDCRMRLMKHDVNLGRAVFWQIKNRLPRSLTTIDWEDSFVSVYSKDNPNLLMNMAGFDIRILPKCRTPLDQLAPKD
AVWSLQNVNTKERTAQAFLRVDTESQERFENRIRMILMASGSTTFTKIVNKWNTALIGLMTYYREAVVTTREMLDILVRC
ENKIQTRVKIGLNSKMPNRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLKYSKQTDTGITHFTSGMSHDEDQLIPNLYRY
IQPWEQEIKDSQRVWAEYAIKYEEAKSQNKNLTLEDLEDSWDRGIPRINTLFQKSRHTLAYDKGWRVRTDWKQYQVLKNN
PFWWTNQRHDGKLWNLNNYRTDIIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTHAQRSGLNQIPN



RRFTLWWSPTINRKNVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESLVMDLCQVFDQELDNLEISVVNK
EAIHPRKSYKMNSSCADILLRATHKWQVSRPSLLNDNRDTYDNTTTQYWLDVQLKWGDFDSHDIERYSRAKFLDYTTDSM
SLYPSPTGCLIGLDLAYNIYSSFGNWFLGVKPLVQKAMAKILKSNPALYVLRERIRKGLQLYSSEPTEPYLSSQNFGELF
SNKIMWFVDDSNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTDVWLGQKRLGQLAKWKTAEEVAALIRSL
PVEEQPKQIIATRKGMMDPLEVHLLDFPNIVIQGSELQLPFQACLKVEKFGDLILKATEPKMVLFNIYDDWLSTIHSYTA
FLRLILILRALHVNLERTKIILKPNKNVITQPHHIWPTLTEQEWLTVEGSLKDLILADFGKRNNVNVASLTQSEIRDIIL
GMEISAPSQQREDQIAEIEKQKTEASHLTAVTVRSTNIHGEEIITTATSPHEQKVFSSKTDWRVRAISATNLHLRTNQIY
VNSDNAKETGGFTYVFPKNILKKFITIADLRTQIMGYCYGISPPDNPSVKEIRCIVMPPQWGTPVHVTVPNQLPEHEYLK
DLEPLGWIHTQPTELPQLSPQDVITHSKIMSDNKSWDGEKTVIISVSVAWPCTLTAYHLTPSGFEWGKNNKDSLNYQGYQ
PQFYEKVQMLLSDRFLGFYMVPDRGSWNYNFMGVKHSTNMTYGLKLDYPKNFYDESHRPAHFQNWTQMAPSANDDEENQP
ENENLFE                                                                         
>Ddis_XP_638757                                                                 
MAAELPFYIASSVEELVKKHVEGVEVDKNYSIFHYLSTCNNLVKQADIYKSEGDIERTYIYSLRFCILIFEKLQKHPDFN
KESFTKSRNEIKRKAELKLKELEGLKETLKKGYERIQHKKEEERKRIEREKEKERIFKQEKLKLEREQQLLREEEEQRKR
EDLELESEIQRLKEVEDFENRKLQAQKNIKRATSARTFELLRQEALLEERKRLQGIETEKKRILAEKQEALEKEFQQQLF
EQQEKERLEKERLEKEEQLRLASLPPPPPDYSSFDSDQLLNLIENNNKKLENNNQTDDKLDNEFLLDPSFLPPPPPIITQ
PSPSQEKKDNNNNNNNKNTTAQLPLSITQPPHMPNNEKKLPPIYNSTSPIQFGYPSLNNSVNNPPSFSLQNNTPLIQQYK
QQQQQQPIQSPTNNINRPNIPQYNNYNAKPLSSNLNPLPPQYQPQQQQQYQQQQQQQQYQQQQQYQQQQQQQQQQQQQQQ
HQLPKLPQYQPIENKSISANGLAQSPAVNTPSITPTTNKPNIDSSEASKKYSKLRKIIVHGEVFQEFMRLAENNTKRSIE
TCGILSGTLSNDVFRITTIIIPKQEGTTDTCNTIEEHEIFEYQLENDLLTLGWIHTHPTQDCFLSAVDVHTHCSYQYLLQ
EAIAVVISPMANPNFGIFRLTDPPGLETVQKCKLKSFHPHPPVNGIPIYTKVDHVDLIWGKKSDSKVVDLRFLKK     
>Ddis_XP_638491                                                                 
MSKNGAADALKTFELENNIQTIDHDQLFKYDPQQYQQFLQSKPWSKDPHYFKHVKISAIALLKMVMHARSGGKLEVMGML
MGKVENNTMIIMDSFALPVEGTETRVNAQVEAYEYMVEYLELIKQTGRLENALGWYHSHPGYGCWLSGIDVGTQSVNQQY
SEPWLGIVIDPTRTVSAGKVEIGAFRTYPQGYKPPNEGPSEYQSIPLSKIEDFGVHCKQYYSLEITYFKSSLDQQLLDKL
WNKYWVNTLSSSPIFSNRDYITGQINDLSEKLEQAETQLSHSRSSILDKKKEESLLSKVSKDSSKVTIEQVQGIMSQVFK
NSIFNECQTTKQ                                                                    
>Ppal_EFA85124_1                                                                
MDINNNNNNNNNNSDSDSDSDSYTYSSSSYSSSDVSDSDDDASSLSDSESYNNNKNINNNNNVQLQQQQEVLQQQQQLQL
QLQHQQQLQLQQLQQQQQLQLQLQFQQQAAVTTTSSSTPTSTSTSPQHKYKQEGSKTVHMKTSTSATNSTTTTAAGSKKK
SGTGTTTRMPWSEQEQYLFIMAYKQYGKDYKKIQESVPTKTTDQIKSHFQKFNDKLKKNNQSLDDHIAMLNNNNNNNVNS
PKIKNNNNNNNNNNNNRLNVKSKQSSSSSSSPSLSSSTNSTTTSSLSSSNNSVNSTLPSHNTPWSDEEHNLFLEGMKIYG
RSNWIDVAKFIQTRNSGQVKNHARIFFKKLKDAGESLDQFEKKKRKQQTKSTKNNNKRSESLEYSDSEESEIDNIKNNNN
NNSSSNKNIKTKTTTTTTIPTQTQTTKKTTKSKTKTSSTTTKKKKQQQQQQQQQQQDSDVSDNEVVIEHNDPIEHCVIEH
TDPSDINKQSNSNNNNILPIVEEDIDIDIDIDTDDNNNDTNSNSNKNNNSNNNNNNVNNNNNVNNNSNNLNDFNYEVGYS
DNSDKDKDNNKNNKNNNNKINDNNNNSTVSNNNNNDVDDDDDDYIGSHLLEERILLKDEIGEDEMLGCPEFFRGTPTKTP
ERYLMIRNALVAHWRRVKPNYLTKTIARKQITHCGDVNAIGRVHQFLESIGVINFGCSSADKPKPKKKQQQQQQQSSVNN
NNSNSSDNDYDNDSDYHSHHHHHHSHDSIGQFEKFDFLSVTGSRKRKVLLNGDWVDEEEAAMKQALSLLSGGNSSGSGGS
VGDEHGAVGVPLLITSNPRKKRTVRKSNSASGNNNNANGGSEYDDYLLDPFTLIECLKFNGNDDDDNNNNNNNNNSSSRS
TTPPFTLDISTNALAIMDLHSHIATTEVIGMLAGHYDHAKRHIAVQIAIPCSSKSSDIQCDMDPHSLIAAKDFAVSHSLE
LVGWYHSHPNFPPIPSLRDIETQSAYQKLYLKDKIEPFIGVIINPYHSEIDSIFKNITISQELSENKMHRMPYELPMSVI
HCYNYKLLFDQIESIQKTYIGYKFRMDLSKIFKYGDYKLSYLDKMISSIRSCLELVQAPESSEEQQADLNKKFLDRVRVL
FAGFLNANSSSFQPSPFPSSSSTTLSSTTKDENINNDNNNNINNNNDDDDNKNDNDNEIDIDIKDSTTTTTTTTTSATTI
TTNNLTIPKISVEENNEIIDSTNNIINNNHDNSNIIIPSAIVSSSSLLFSPASTSSVPPSPFANHHHHHHHHNSVTMNID
SHNDVDCPVAIVEDWLLPESIYKVQL                                                      
>Ppal_EFA83526_1                                                                
MNRQSIMSLFGRDGMGMEKITDATPLPDTAETIHISSLALLKMLQHARAGVPLEVMGLMLGELIDEYTIRVIDVFAMPQS
GTSVSVEAIDPVFQTKMLDMLKQTGRNEIVIGWYHSHPGFGCWLSSVDVNTQQSFEQLQARAVAVVVDPLQSVRGKVVID
AFRTIKTPPTSEPRQITSNLGHLQDASIQALIHGLNRTYYSIAINYRKNELEQKMLLNLHKKKWTEALNLEKFDTHSQNN
EKKLSDLLELTKSYHKSIQEEDKITDPEKKEVSLVGKLDPKKHLVADVHSLMASNVVRVLTVMLDTTVF           
>Ppal_EFA83343_1                                                                
MIKLLNIYKLKMQSEKSIFSPSQLTVKVHPVVIFNILDHYIRRHDGQDRVIGTLLGYNNDGVVEIKNSFPVVHSEGDQIA
VEMEFHRKMLDLHLKSSPREPIIGWYATGCDINENSVIINNFYREEMNGSPIHLTVDTGLTNDTMGIHAYQAHSLSEHPD
SSLGSYFTPLPLEILTFEAENAGLDALTAADRSLTATIVDATATADAEQQQQQQQSISLLSELESLQGSLGKLDQMLDSV
AQYIAAVEKGEIQGDPRIGRFLAKTIQALPKSNTHVMEKVINNSVKDLLMIVYIASLTRSQLAVAEKVRQSLNF      
>Ppal_EFA83038_1                                                                
MSQSATDALKRFEVENNIQSVEHDSIFKYDPSQYQDFLKAKPWAKDPHYFKSVKISAIALLKMVMHARSGGKLEVMGLLM
GKVEAHTMIIMDSFALPVEGTETRVNAQAEAYEYMVEYLDLIKKTGRLENALGWYHSHPGYGCWLSGIDVSTQMVNQQYS
EPWLGIVIDPTRTISAGKVEIGAFRTYPQGYKPPNEGPSEYQTIPISKIEDFGVHCKQYYPLEISYFKSSLDSQLLDKLW
NKYWVNTLSSSPIFANRDYITGQIGDLSEKLEQAESQVSNSKSLLFHDKKKEESQLDRITRDSSKVTIEQLQVVGDEHEH
EHEHAEHEHFSFIDVVNESGHYHIKNSRVVLKKGWLFGKLTGLIVEPLHQQIIVNYKTN                     
>Ppal_EFA80464_1                                                                



MEKPLYLSDSMANLIANHVTTLELDKSYTIYNYLATLNNLTKQATIYKSEGDLEKAYIYLLRFCVFTLEKLPIHPDYSNP
KFAGSREKLKKDAVDKLSELESMKANLTGRYKKLHQHRYKVEQERLAREREERERLEKIQKEQAEKEEEERRLQAELAEQ
KRLEQQRKRVEDQNQEERDLIKRRIETEKSLRRNRLEQQALLIRAEAELEERRQRETERQLQAQFEQQQQQHNPIVDIVS
DPNSFIYQSNEVEVETPDTKSPTPIIPLNTDDLLSYLEINEKEKNNNNTTTSTSSNFLVDPTFATPPQQQQHVNSSTTTT
IPSPIPSAPIAVSANNNNNNGVNDMSQYDSNHKFGYLSMDQLEKQQQQLHQQRQPIQSVASPLQQQQQPQPLQQQQAGPY
HQYTQYAQVSPAPLSLPSPQQQQQQQQPPYSFNHHFNALPQYQPPFINQNKNQPQPTYLRSPQQQLPTHQMLPQPPPQHQ
HPQQPHRVGNALPNNTQTYLSLAQQQMQQQQQKNIAVQSTNMSPVVQTATTAAAAATSSPKPNIDSSEASKKYSKLRKVI
IGAELFNDFMKMAENNTRRQIETCGILSGTLSNDVFKVTTLIIPKQEGTTDTCNTIEEHELFEYQLENDLLTLGWIHTHP
TQDCFLSAVDVHTHCSYQYLLQEAIAVVISPMANPNFGIFRLTDPPGIQTVQKCKLKSFHPHPPVNGVPIYTKVDHVEID
WKKQYSSTAQYYYNLIAI                                                              
>Ppal_EFA79942_1                                                                
MSDVDKLQEKAKKWKQLNNKRYSDKRKFGYVEPQKEDMPPEHLRKIIKDHGDMSSKKFRHDKRVYLGALNMWVTMKREKR
DRKHFKRIKFPLFDDEEPPLDYSENILDEEVEYSIQMDLDETEDAAVIDWFYDSKPLSNTKYVNGPSYKKWKLDLPILSN
LLRLASPLLSDLTDNNYFYLFDDKSFFTAKALNMAIPGGPKFEPLFRDMEDDDEDWNEFNDINKIIIRHKIRTEYKVAFP
YLYNNRPRKVAIPFYHAPNICYAKSTDPDLPGFYFDPVLLHPIPSYKLDKSQPQTAYGDEDDDFALPEQVDPFLQETELD
TETTPAGIQLYWAPKPFNQRSGLTRRAQDIPLVQTWYKEHCPPGHPVKVRVSYQKLLKCYVLNKLHHRPPKSLNKKYLFR
SLKATKFFQSTEIDWVEAGLQICRQGYNMLNLLIHRKNLNYLHLDYNFYLKPIKTLTTKERKKSRFGNAFHLCREILRMT
KLVVDTHVKYRLGAAEAFQLADGLQYLFSHIGLLTGMFRYKYRLMRQIRMCKDLKHLIYYRFNTGPVGKGPGCGFWAPMW
RVWLFFLRGIVPLLERWIGNLLARQFEGRQNDTVKTQTKQRVESDHDVKLRAAVVIDILDMMPEGVKENKTRIILQHLSE
SWRCWKANIPWKVPGLPIPIENMILRFVKSKADWWTNVAQYNRERIRRGATVDKTVCKKNLGRLTRLSLKAEQERQHNYL
KDGPYVSAEEGVAIYTTTVHWLEQRRFSSIPFPQTSYKHDIKILTLALERLKEAYSVKSRLNQSQREELVLIEQAYENPH
EALARIKRHLLTQRTFKEVGIEFMDLYTHLTPVYDVEPFEKITDAYLDQYLWYEADKRQLFPNWVKPSDNEPAPVLVHKW
CQGVNNLDSIWDTSDGECVVMMETQLSKVYEKMDLTLMNRLLRLIVDQNLADYMSGKNNVVINFKDMNHTNSYGLIRGLQ
FASFIFQYYGLVLDLLILGLNRAAEIAGPPNLPNPFLTYKDVETETNHPIRLYTRNVDRIHILFKFTQDESRELIQKYMS
EHPDPNNENVVGYNNKKCWPRDCRMRLMKHDVNLGRAVFWNIKNRLPRSLTTIEWDESFVSVYSRDNPNLLFSMSGFEVR
ILPKCRATNEQMIPKDSVWSLQNMNTRERTAQAYLRVDRDSMERFENRIRMILMASGSTTFTKIVNKWNTALIGLMTYYR
EAVVVTREMLDMLVRCENKIQTRVKIGLNSKMPNRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLRYSRQTDTGITHFTS
GMSHDEDQLIPNLYRYIQPWEQEIKDSQRVWAEYALKYEEAKSQNKNLALEDLEDSWDRGIPRINTLFQKSRHTLAYDKG
WRVRTDWKQYQVLKSNPFWWTNQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKY
KKLTHAQRSGLNQIPNRRFTLWWSPTINRKNVYVGFQVQLDLTGIFMHAIHPRKSYKMNSSCADILLRAAHKWQVSRPSI
LQDTRDTYDGSTTQYWLDVQLKWGDFDSHDIERYSRAKFLDYTMDQMSFYPSPTGCLIGIDLAYNIYSSFGNWFPGVKPL
VQRAMDKIMKSNPALYVLRERIRKGLSSGFVDDTNVYRVTIHKTFEGNLATKPINGAIFIFNPRTGQLFLKIIHTDVWLG
QKRLGQLAKWKTAEEVAALIRSLPVEEQPKQIVVTRKGMLDPLEVHLLDFPNIVIQGSELQLPFQSCLKIEKFGDLILKA
TEPKMVLFNIYDDWLNTIPSYTAFSRLILILRALHVNNERTKIILKPDKNTITQPHHIWPTLTDQEWIKVEVALKDLILA
DFGKKNNVNVASLTQSEIRDIILGMEISAPSQQREDQIAEIDKQKQEASQLTAVTVRTTNIHGEEIISTATSPHEQKVFS
SKTDWRVRAISATNLHMRTNQIYVNSDFVKETGYTYVVPKNILKKFITIADLRTQIAGYIYGISPPDNPQVKEIRCIVMV
PQWGTPVFVNVPNQMPEHEYLKDLEPLGWIHTQPTELPQLSPQECITHSKIMSDNKSWDGEKAIIISVSVSWPCTLTAYK
LTPAGYEWGKANKDSQAYQGFQPSHYEKVQMLLSDRFLGFYMIPDRGSWNYNFMGVKHSANMTYGLKLDYPKNFYDEAHR
PSHFHNWTQVSSEINEDNEAADQENLFE                                                    
>Ppal_EFA78218_1                                                                
MNIDQQIEADFNNPKLDVVQIDGIVVMKIIKNCKEYLPELVPGQLLGIDIGTSLEVSSCFPFPNLRDQEDDLNEGGIAEY
QLEMMRFLREVNIDSNTVGWYTPTYLNSFFNESVIETQYKYQSAINQKCVLLVYDPIKTAQGTLSLRCYRLTTTFMELFR
NHPYSRERMDNAALSFADIFEQIPIRIHNAQLINALLYELRDDSISNFDRLNIGNNLYLEKVVEGMTDCVDSLSQEVSKV
ANYQRQYQQQQFIRNSFIQKKTLEGQKVEEEEIAAHVASMVNKPLHAPSKVTSLLLTNQINNYCDQLSSFCGGSLTKLSL
YRELTNK                                                                         
>Ppal_EFA77224_1                                                                
MSQSSQSSQSTAPTTVTTANELVLEKSSNSAASGLQIDLHPLVIINISDHFTRSKVEQTNTDHATRVIGVLTGQQNGRNI
EIFNSFELVLTATKLLDLEYLRKKHEQFKKVFPTYEILGWYATGSKVTQEDLAIHKQIMELNESPIFLMLDTTAATLNAK
DLPIAVYESEVHIVNEQPAILFVKTTYKIQTGEAERIGVNHIAKVTPSGAEGSSLTTHLFTMQNAFSMMNIRVKILRKYL
QGVKDKTIPYDHGIMRQVASLCNTLPTINNEDFNRSFLQEFNDVLLVTYLAGITKSSSILNESIDKYLVSHEKQGKRRLF
M                                                                               
>Ppal_EFA76184_1                                                                
MSTFPNSTVVHPTVLLSVVDHYNRVAKDTNKRVVGALLGANNKGVIDISNCYGVPFEEDDANPNIWFLDHNFHENMFAMF
KKINARENVVGWYSTGPKIRPSDQDINELFRRYTPNPVLVIIDVAPKELGIPTKSYVTVEEVNKETSESTMRFQHIPSSI
DAVEAEEICIEHLLRDVKDSSISSLTNQIVDKKISLKHLANNLQEMTTYLDYVVAEKLPLNQQIIGFIQDIINLSPNLNV
GELAKSFSVEMNDTVSVIYISSLIRSIIALHNLILNKIENRDAEKKADQIANQPAPSSKDTATTTTTDSKDKPKENSK  
>Ehis_10_m00369                                                                 
MGEEAAYKEWEKVNGVKYIEEDKLLEWNDSEREQIFKDRPWKKDPYYFKKCYVSSVALLKMVMHAKQGEPLEIMGILIGQ
TKGDSFVITDVVSLPVEGTETRVNASADCDAYMLQYGEYKNSTGFKEPFCGWYHSHPSYKCWLSGIDVATEKLHQSINDP
WIAIVVDPVTTSTNGKIEIGAFRTFPEGFKPQQKAEMKKVLPSEKIADFGSYYDSYYSIKVELFKTKLDDQVLRLLWHEY
WINTLAATAIISSRDVMDEKIIDLYDKFTAELKNNKSNVVDACGAILDDAKEIQMIYERGIKSLDLKNILFNQKVTGK  
>Ehis_17_m00314                                                                 



MSSFNTCRILPSVATKLIDICNRLKGESVVGLLSGHRSFGEIFDVMDIIPISTNPNCQIDPEEIMKTISSHIKVFDEEMI
IGYFQVSSNLPTPQITNLHKFFNEAQKIPLFIAAGCDSTFKIVAYTSTLPSEDKPVEFSTTGITYPIDVLDRIVLATPVE
IIKN                                                                            
>Ehis_61_m00190                                                                 
MTTPEVVLHPLALISITQSATHKTINCGTNKPERSVGILLGIENEEEIIVRTSFEIPESQLITKMSEGVKLNSEVNKEYK
VVGWYAGMANGEPLASDIELHSQIVGENKNGLFLILNISKCYQKETDKIPITFFVLRNELFVPCSYHIASVDVERIGINE
MINAGSSVETDKKEKEGISHAIETLKKKVDILVKYLKGVENGTIQADNHILAKIAQICSSIPVSDNSVFREEFNQESNDA
KLTVLMMQLIHTTTVISNNIINYQDLKLQYKNKLNKEEEERKKAERGMSFDIRRDGVMMAGLEEDYDSDD          
>Ehis_216_m00074                                                                
MFSFGGRRPISGDMPLPDTSETVYISSLALLKMLKHGRAGVPVEVMGLMLGEYVDDYTVRVVDVFAMPQNGTGVSVEAVD
EVYQTTMIEMLRQTGRKESIVGWYHSHPGFGCWLSSIDISTQQSFEKLNERCVAVVVDPIQSVKGKVVIDAFRTIQNQFS
LGVEPRQVTSNQGHLTKPTSQAKVRGLGKQYYSMPIEFSKNEVDERMLLNLQKKKWTDSLEVESHNQYNQNIQDEALDPK
LRDLQQVGKIDPKKHLQRIADQALTENAVDTLGVFMNTVVF                                       
>Ehis_326_m00041                                                                
MTEPLQSSYIKKVIVHPLVLLSISDHQTRASKEGKRVVGVLLGFIRKGIVDVMNSFAVPFDEDEKDNIWYLDHQYLETVY
RMTQRVTAKEVLVGWYSTSSSIKPCDIQIHSVINKYTAHPVYLTVDVSATVSHDLPVHSYVSAESIDSSENILLQPELSL
RFIHVPTDVGSDESEVGVERLLRDLQKPTGTVLKHEVELKMDSLRALDDKIKLMRNYLELVESGKIPVNQKIIQNIQDIF
NLSPNIEKYTQQFAVNTNDVMVTIYLSQLVKSVLAVHDLIRNKNDYEIKLKQLHDNNNKEPIKDDSQQQPVVQK      
>Acas_g826                                                                      
MQNLQQMLRQMQGGMGQGMPPPDSPVVDTAEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRCKDVFAMPQS
GTGVSVEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDVNTQQSFEAINERCVAVVVDPIQSVKGKVVID
AFRCINPQTLLMGQEPRQTTSNIGHLNKPSIQALIHGLNRHYYSIAINYRKDELEQKMLLNVHKPKWTDGLLLEEWEEHS
KQNEAIVKEMLDLAKAYNKSIQDEINIPPEKLAIQNVGKVDPKKHLESDVEKLMAKNATQLLGAMLDTVVF         
>Acas_g2259                                                                     
MSGLRGVFVSTEAFLVCMSHALTTEKEEVMGLLLGDIKKSARGAIAFVSHVSVLTRSDKRKDRVEIEPAQLTAAAAEAER
LSVQLGKQIRVVGWYHSHPHITVHPSHVDVRTQAMYQMMDSGFIGLIFSCFNTDAEMNGRIQVIAFQSLDLGQAGGQTQG
AGYEQVNIPLTVVPPDANAPNTLVKLVELQQIIGQEDRASYNEAIAPAPGGRVHPLMEVYSGAVHQKSVARLLEYGSQPL
LRLLRDRQEQNKRRLEELRAEKARLLALKIQDSIMKE                                           
>Acas_g3395                                                                     
MEIDKTTPTAGAIIEKEGGSALDIALHPLVLINISDHYTRAKYSTEEKNPRVIGALFGVQSGRNVEVTNSFELVYNVIDG
AVVIDTDYLKAKQEQCTSLPCSKIHDLLGWYSTGAECKPADIQIHNQFIPFNESPLYLILDTLVSKVTKGLPVQVFESEL
RIINDEPTLLFSKVQYRIETGEAERIAVDHVARVSASGTAEGSQLTTHLLGMHNAIKMLNGKIKNLTSYLHAVEKGEVPV
DQNLLRQVATLCNLLPAIDTAAFKADFVGEYNDALLVTYLASITKGTSLTNELVDRYNVAYDRQGQRRGRGFGGFM    
>Acas_g4301                                                                     
MGSTAKPAAINTVVVHPLVLLSVVDHYNRVAKDTKKRVVGVLLGETNKGVVDITNSYAVVGWYSTGPKIRPADLDIHELF
RRYTPNPVLVIINVKPTEIGLPTKAYLTVEEVSKDGTESKMAFQHIPSEVGAVEAEEVGVEHLLRDIHDPSVSTMGSNVN
AKLLALKSLVEHLKEVQAYLNNVCEGKLPINQKIVGQLQDIFNLLPNLNVEEMIRSFAVKTNDMMMVIYLSSLIRSIIAL
HNLINNKQSLRAAEVGTKKVDKEEDKEKKGEKADSKEKEAKKTEEGANKKEKK                           
>Acas_g4484                                                                     
MADTETVHMHDAPSAADKALEEKSRKWHQLNSKRYGEKRKFGHVEPQKEDMPPEHIRKIIKDHGDMSSKKFRHDKRVYLG
ALKYVPHAILKLLENMPMPWEQVRDVPVLYHITGAITFVNQIPLVVEPIYIAQWGSMWIMMRREKRDRRHFKRMRFPPFD
DEEPPLDYGDNIMDVEPLDPIQMEFEEIEDAPVKDWLYDNRPLADTKYINGPSYKSWRLPLPIMANLYRLASQLLSDLND
KNYFYLFDTKSFFTAKALNMAIPGGPKFEPMYRDIDEADEDWNEFNDINKLIIRHQLRTEYKVAFPYLYNNRPRSVHITP
YHHPLSVYIKTDDPDLPAFYFDPLINPIASWRGEKGRGGDGDDDEFDDDEEAPFALPEGVEPLLKDTDLFTDNTASGIAL
YWAPRPFNLRSGRTRRAQDVPLVKSWYMEHCPQNHPVKVRVSYQKLLKCYVLNQLKHRPPKALNKRYLFRSLAATKFFQS
TELDWVEAGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLVVDANVHF
RLGHVDAFQLADGLQYIFAHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFNTGPVGKGPGCGVWAPAWRVWLFFLRGV
VPLLERWLGNLLARQFEGRHSKGIAKTVTKQRVESHFDLELRAAVMHDILDMMPEGIRANKSRTILQHLSEAWRCWKANI
PWKVPGLPAPIENMILRYVKSKADWWTNVAHYNRERIRRGATVDKTVCKKNLGRLTRLWLKAEQERQHNYLKDGPYITAE
EAVAIYTTTVHWLESRKFSPIPFPPLNYKHDTKLLILSLEHLKEAYSVKSRLNQSQREELGLVEQAYDNPHEALSRIKRH
LLTQRAFKELGIEFMDLYSYLIPVYDIEPLEKITDAYLDQYVWYEADKRHLFPNWIKPADTEPPPLLTYKWCQGINNLTN
VWDTSEGECVVLMETKLEKVYEKIDLTLLNRLLRLILDHNIADYMTAKNNVVMNYKDMNHTNSYGLIRGLQFASFIFQYY
GLVLDLLVLGLTRASEIAGPPQMPNDFLTFRSVEEETRHPIRLYSRYIDRIHMCFRFTHDEAKELIQRYLTEHPDPNNEN
IVGYNNKKCWPRDARMRLMKHDVNLGRAVFWDIKNRLLRSLTTIEWDNSFLSVYSKDNPNLLFAMCGFEVRILPKCRSLN
EEFTQQDGVWNLQNENTKERTAQAFLRVDEESLGRFENRIRMVLMASGSTTFTKIVNKWNTSLIGLMTYYREATVHTQEL
LDLLVKCENKIQTRVKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLRYSKQTNVGTTHFRSGMSHEEDQL
IPNLYRYIQPWEQEFIDSQRVWAEYALKRQEANAQNKRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRLRTDWKQ
YQVLKQNPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRS
GLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKELDALEIETVQKETIHPRKS
YKMNSSCADVLLFAAYKWPVSKPSLLTDTNDVFDSHTTKYWIDVQLRWGDYDSHDIERYARAKFLDYTTDNMSIYPSPTG
VLIALDLAYNLYSAFGNWFTGVKPLLGQAMAKIMKSNPALYVLRERIRKGLQLYSSEPTEPYLSSQNYGELFSNQIIWFV
DDTNVYRVTIHKTFEGNLTTKPINGGIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQ



IIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKIEKFGDLILKATEPQMVLFNIYDDWLKTISSYTAFSRLVLIL
RSLHVNHEKTRVILKPDKTVVTQPHHIWPSLNDEQWIKVEVSLKDLILSDYGKKNNVNVASLTQSEIRDIILGMEISPPS
EQRQQIAEIEKQTKEASQLTAVTTKTTNVHGDEITVTTTSPYGQKMFTSKTDWRVRAISATNLHLRTNHIYVSSDDVKET
GFTYVLPKNVLKKFITISDLRTQVAGFMYGISPPDNPMVKEIRCIVMPPQWGTHQEVNLPHQLPEHEYLADMEPLGWIHT
QPNELPQLPPGDVITHAGIMTDNKAWDAEKAIVITVSFTPGSCSLTAYKLTPAGYTWGQQNRDNHTHNFSGYSPLFYEKV
PMLLSDRFLGFYMVPEHGMWNYNFSGVKHNPNMKYSLVLANPREFYNEAFRPTHFLSWVSSEDTATAEGGADDGLDADRE
NLFD                                                                            
>Acas_g5483                                                                     
MSSTKKMDAFLTKDISQMSYEELEKAARHYGLDEQSKVDLVQIDGLVVLKIIKHCRENLPELVTGQLLGLDVNSTLEVTN
SFPFPQREEEASVDEAESGAKYSLEMMRHLREVNVDNNTVGWYTSTYLSSFLSESLIQDQFNYQTTISKCVVVVYDPLKT
NQGELSLKAYRLSDAFITLYQNEDFTAASIARAGLSYNTIFEEIPIKISNISLVKAFLAELEDNDFLDRGAEFDRLSDVS
SDAFLEKGMRYLIKSIDALDNEQKKFQKFQYYQKNQRQRRGEEEDSRPLPQPPSQLDNLLITGRVNNYCDQINQFVGQGF
SKLCMLQGLVQGQGKGKEDETTTTKTSA                                                    
>Acas_g7493                                                                     
MDCFVDGCRENPRTLLLGLGGGTGPACKNRPTDTKVCARGRNRQEGEDYEVDDKEAAMGLTKRKSAPSSLTIEPSANAAP
VEWVGRAKMDEASGRKLYRGFVLGGCKYETGDCVYLNAPKNESDEDGLSEDRFYIAQIMELWETKDGKCMLSGRWFYQQR
EIDSSVLRSLMAFGEGEEEHIEETDREIFISEDYDDNPVRSVEGKCFVQHDKEIAQATCKSTAGRDDHFFYRKWYSNGRY
GLVQEPLKGEYYDEPLVLTANNPYLGGTYPRPSVITEETYHRRTQALAASVAHLPPPPAPGSAPSDAYKDENHSRSNGEI
YKNHDLDGRDPLTMVPCQRFEKSAALWHSLSPHEQKNAQPFTIHVKASVQLLIDFHSHLLNTEVIGFLGGTWDPITRSIV
VEEAFPCRSLEGSATDGMNVEIDPVSELAVAEKITSKKMRIVGWYHSHPLFQPDPSVRDIQTQRNYQALFRDAGSSCEPF
IGAIAATYDARLPTEETVYNWFWIRNKQDTLSTRHSKRRKKGGDIMSVPMQLQYHVVQEQTVPLSVVQAMKEMVDNCKGN
KYRTNFKHVWRTQDRRRTGPGALMHHHRGGGGVGGRGKGKGKRPFDRKLPPRHHSAHDSGSDAEPEPDDEDDDYDDDDDD
RKDGLGSSHNNNHHNNNHHSDKMEKATSLNYVYNNNNGGGGDDDAPFIMKGEDPENGDGDDESSLAEARGRGRGRGRGRG
RGRGTRGRGRGRGRGRGRGRGAQSPRGRERSRSAPLGRHDGLCVTSGADDEGDEADSHRRHDDAQPMAITEAPITTAAAA
ALSNGGRGEAHDGGDALAQGTAVAPARRDDDGGDDDDDCRSSAMEAGEASLAEDEAGGDLEEGDDLHADPAVAGRKRKRA
VPHDTDSGLMAAAAASRAGVAASTSTTSSTTTATPSGQTSSGGGGGGGGSGDGGSGGQQQQDGGGGTTGNAQGSGGAAGS
GGGGGDDGRKGGDDHRDSRHETEDDEGKEKEEDEEEKKDEPGRRQGTNNTNEEEEDMEEEEQRATPGLEAEEAVLEMPQL
LTTLAHPDESVITEAWAREHLPSWVGDIDTTLVLFDHHPQQQQQQQQQPFDQLGAASSAGSDNGVPEASPVGEARALVAT
ATATTGGVGQDFESGGKGGSDDDGGATLDLADAPPVAEHHRQHQQPLGYQQRYHPHVEEEPELGEQSGQLIFDAHVGLGG
SLPVAAEASALSMEKGRGGVVRFASGPPSPASPSSTSGDDGWPVELDDEIYVGVEQLRLADRPGEGFFDDDPLRYPDAIH
SGPSSPVLVFLPFPTSSGPSSPALSLAGLSAGLDEAVAAATMTDEAAAEPTSSASVPSPLAAFTFSSGSESADDASPSDA
STTRHHQPRAAGLGRGGPSPRRGGRGRGRGRGRGGGSTRGRRRSVIQATAAAAAAAAAAAAGTTTSTTTTTITSGSGSSV
GKTRGGKEVRDEAGRRRRSMSHQFLRPTAHEDDDGGGGGGEHAENVDDRVPDATDEMDEDVKGNNHEEAEEEEEEEEEEE
EEQPEGDEEEEEERKPRGRGRGGKNGATTRGSSNQRRGGGHSREKVTKDEKLRRVLQGRLGQGFAMPEGEKTAFVDDMMA
YLLRDWHRADFKPLRGHHH                                                             
>Acas_g8487                                                                     
MALSSGDARKRFEAENKIATEDPDHIYKYDEAKHQGWTSQRLWQKDPNYFKKVKISAVALLKMVMHARSGGKLEVMGLMQ
GKIDGDTMIVMDSFALPVEGTETRVNAQVEAYEYMVSYLELIGQAGRLENAIGWYHSHPGYGCWLSGIDVGTQMLNQQYQ
EPWLAVVIDPTRTISAGKVELGAFRTYPEDYKAPDEAPSEYQTIPISKVPSRIFGVHCKQYYPLEVSYFKSSLDSQLLDL
LWNKYWVNTLSSSPLLANRDYFAGAIHDLSEKLEQAETQLSHSGRMGGYLAPEKKKEESQLAKLTKDSTKTTIEQVHGLM
AQVMKDILFNINKSETSSSSSSSQ                                                        
>Acas_g12426                                                                    
METQPAQQSTKSGTVVDATALFALTAKCKLHPVVVFSILDHFSRRNENQERVVGTLLGVNNDGVIEIKNSYPVLHNESGA
LIGIDREFHRSMFDLNQKANRGEVIVGWCPTRLPPFTTSSGERWAPPPVVLLVDTGLTNAKLDVSAFVGPSPSALAAAAA
AGSSGDAAPAAPATPAKPTLSLSTVQLEFSAPKPERLGLAALSSTEGLRGTVGEEGALLDDLDSVERSMGKLIGLLDEVT
AYVQRVIEGKETPNVEVGRLLYDTLYSLPKVDAEQFETLFSKQIQDLVMIVYLSKLTRTHLTLNEKLQSLVQ        
>Acas_g16435                                                                    
ETNKGVVDITNSYAVPFEEDPRNPKIWFVDHNYHENMFAMFKKVHAKERVVGWYSTGPKIRPADLDIHELFRRYTPTLSS
SSST                                                                            
>Atha_AT2G39990                                                                 
MAATSEHTILQFVSPSSTASATTSVLTARIHPLVIFNVCDCFVRRPDSAERVIGTLLGSILPDGTVDIRNSYAVPHNESS
DQVAVDIDYHHNMLASHLKVNSKETIVGWYSTGAGVNGGSSLIHDFYAREVPNPIHLTVDTGFTNGEGTIKAFVSSNLSL
GDRQLVAHFQEIPVDLRMVDAERVGFDVLKATSVDKLPNDLEGMELTMERLLTLINDVYKYVDSVVGGQIAPDNNIGRFI
ADAVASLPKLPPQVFDNLVNDSLQDQLLLLYLSSITRTQLSLAEKLNTAAQML*                          
>Atha_AT4G38780                                                                 
MWNIDGTSLAPPGTDGSRMQTPSHPADHPSYTAPSNRNTPTVPTPEDAEAKLEKKARTWMQLNSKRDHGDMSSKKHRLDK
RVYLGALKFVPHAVFKLLENMPMPWEQVRDVKVLYHITGAITFVNEVRWVVEPIYMAQWGSMWIMMRREKRDRRHFKRMR
FPPFDDEEPPLDYADNLLDVDPLEAIQLELDEEEDSAVYSWFYDHKPLVKTKMINGPSYQTWNLSLPIMSTLHRLAAQLL
SDLVDRNYFYLFDMPSFFTAKALNMCIPGGPKFEPLHRDMEKGDEDWNEFNDINKLIIRSPLRTEYKVAFPHLYNNRPRK
VKLCVYHTPMVMYIKTEDPDLPAFYYDPLIHPISNSNNTNKEQRKSNGYDDDGDDFVLPEGLEPLLNNSPLYTDTTAPGI
SLLFAPRPFNMRSGRTRRAEDIPLVAEWFKEHCPPAYPVKVRVSYQKLLKCYLLNELHHRPPKAQKKKHLFRSLAATKFF
QSTELDWVEVGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLVVDANV



QFRLGNVDAFQLADGLQYIFSHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFNTGPVGKGPGCGFWAPMWRVWLFFLR
GIVPLLERWLGNLLARQFEGRHSKGVAKTVTKQRVESHFDLELRAAVMHDVVDAMPEGIKQNKARTILQHLSEAWRCWKA
NIPWKVPGLPVAIENMILRYVKSKADWWTNVAHYNRERIRRGATVDKTVCRKNLGRLTRLWLKAEQERQHNFQKDGPYVT
ADEGIAIYSTTVNWLESRKFSAIPFPPLSYKHDTKLLILALERLKESYSAAVKLNQQQREELGLIEQAYDNPHEALMRIK
RHLLTQHSFKEVGIEFMDLYSHLIPVYQIDPLEKITDAYLDQYLWYEGDKRHLFPNWIKPADSEPPPLLVYKWCQGINNL
QGIWDTSDGQCVVMLQTKFEKLFEKIDLTVLNSLLRLVLDPKLANYVTGKNNVVLSYKDMSYTNTYGLIRGLQFASFVVQ
FYGLVLDLLLLGLTRASEIAGPPQRPNEFMTYWDTKVETRHPIRLYSRYIDKVHIMFKFTHEEARDLIQRHLTERPDPNN
ENMVGYNNKKCWPRDARMRLMKHDVNLGRSVFWDMKNRLPRSITTLEWENGFVSVYSKDNPNLLFSMCGFEVRVLPKIRM
GQEAFSSTRDGVWNLQNEQTKERTAVAFLRADDEHMKVFENRVRQILMSSGSTTFTKIVNKWNTALIGLMTYFREATVHT
QELLDLLVKCENKIQTRVKIGLNSKMPSRFPPVIFYTPKEIGGLGMLSMGHILIPQSDLRYSNQTDVGVSHFRSGMSHEE
DQLIPNLYRYIQPWESEFIDSQRVWAEYALKRQEAQAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTD
FKQYQALKQNPFWWTHQRHDGKLWNLNNYRTDVIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNA
QRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIYMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVLDQEL
EPLEIETVQKETIHPRKSYKMNSSCADVLLFAAHKWPMSKPSLIAESKDVFDQKASNKYWIDVQLRWGDYDSHDIERYTK
AKFMDYTTDNMSIYPSPTGVIIGLDLAYNLHSAFGNWFPGSKPLLAQAMNKIMKSNPALYVLRERIRKGLQLYSSEPTEP
YLSSQNYGEIFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGVIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKT
AEEVAALVRSLPVEEQPKQVIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKIEKFGDLILKATEPQMALFNIYD
DWLMTVSSYTAFQRLILILRALHVNNEKAKMLLKPDMSVVTEPNHIWPSLTDDQWMKVEVALRDLILSDYAKKNKVNTSA
LTQSEIRDIILGAEITPPSQQRQQIAEIEKQAKEASQLTAVTTRTTNVHGDELISTTISPYEQSAFGSKTDWRVRAISAT
NLYLRVNHIYVNSDDIKETGYTYIMPKNILKKFICIADLRTQIAGYLYGISPPDNPQVKEIRCVVMVPQCGNHQQVQLPS
SLPEHQFLDDLEPLGWIHTQPNELPQLSPQDVTFHTRVLENNKQWDAEKCIILTCSFTPGSCSLTSYKLTQAGYEWGRLN
KDTGSNPHGYLPTHYEKVQMLLSDRFFGFYMVPENGPWNYNFMGANHTVSINYSLTLGTPKEYYHQVHRPTHFLQFSKME
EDGDLDRDDSFA*                                                                   
>Atha_AT4G16144                                                                 
MKIDLNKVAREIEVDNRIPLRNYYRIADNLLRQASIYREEKNVVDLYIMLLRYSSLISETIPFHRDYQASLPQERLGSRK
RLRAVINELESLKPEFNQLVDKLNRVEDESRQDGSDLPVVSYSSDAVEWPPAHKASYSRPDINKPLPTSQPSWTYNNNLT
SSSNRTQIDQQFQKLSFDFLPPNQATLSRHSFLGPNGLKRQMVAPKSEIKVQYPSNTDWGSADNSGLIEAGPSSSSASLN
GDSQEVSTLNSVLSLDDGRWQRHSEAVNSQFISDATEDPFQFVGMKQPSPPPVLAQVHQELAQICPSKVADPRPGPAIPS
LEGKEGSNSYQHLHVPVRIMDDFLRLARSNTERNLETCGVLAGSLKNRVFHITTLIIPKQESTSDSCQTLNEEEIFEVQD
RLSLFPLGWIHTHPTQTCFMSSVDLHTHYSYQIMLPEAVAIVMAPTDESTPHGIFHLSDPSGVSVIRNCQQRGFHPHEES
EDGNPIYEHCSHVFLNAKLKYEVLDLR*                                                    
>Atha_AT4G26430                                                                 
MAPSSSSGLTFKLHPLVMLNISDHFTRVKTQLNPPAASCATGNGSNNADAMLLQNPRVYGCVIGLQRGRTVEIFNSFELI
FDPALDTLDRSFLEKKQELYKKVFPDFYVLGWYSTGSDATESDMHIHKALMDINESPVYVLLNPAINHAQKDLPVTIYES
EFHVIDGIPQSIFVHTSYTIETVEAERISVDHVAHLKPSDGGSAATQLAAHLTGIHSAIKMLNSRIRVLYQHIVAMQKGD
KPCENSVLRQVSSLLRSLPAAESEKFNENFLMEYNDKLLMSYLAMITNCTSNMNEVVDKFNTAYDKHSRRGGRTAFM*  
>Atha_AT1G80070                                                                 
MWNNNDGMPLAPPGTGGSMMPPPPAAHPSYTALPPPSNPTPPVEPTPEEAEAKLEEKARKWMQLNSKRYGDKRKFGFVET
QKEDMPPEHVRKIIRDHGDMSSKKFRHDKRVYLGALKFVPHAVFKLLENMPMPWEQVRDVKVLYHITGAITFVNEIPWVV
EPIYMAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYADNLLDVDPLEPIQLELDEEEDSAVHTWFYDHKPLVKT
KLINGPSYRRWNLSLPIMATLHRLAGQLLSDLIDRNYFYLFDMPSFFTAKALNMCIPGGPKFEPLYRDMEKGDEDWNEFN
DINKLIIRSPLRTEYRIAFPHLYNNRPRKVKLCVYHSPMIMYIKTEDPDLPAFYYDPLIHPISNTNKEKRERKVYDDEDD
FALPEGVEPLLRDTQLYTDTTAAGISLLFAPRPFNMRSGRTRRAEDIPLVSEWFKEHCPPAYPVKVRVSYQKLLKCYVLN
ELHHRPPKAQKKKHLFRSLAATKFFQSTELDWVEVGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKK
SRFGNAFHLCREILRLTKLVVDANVQFRLGNVDAFQLADGLQYIFSHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFN
TGPVGKGPGCGFWAPMWRVWLFFLRGIVPLLERWLGNLLARQFEGRHSKGVAKTVTKQRVESHFDLELRAAVMHDVLDAM
PEGIKQNKARTILQHLSEAWRCWKANIPWKVPGLPVPIENMILRYVKSKADWWTNVAHYNRERIRRGATVDKTVCRKNLG
RLTRLWLKAEQERQHNYLKDGPYVTPEEALAIYTTTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLKESYSVAVRLN
QQQREELGLIEQAYDNPHEALSRIKRHLLTQRGFKEVGIEFMDLYSYLIPVYEIEPLEKITDAYLDQYLWYEGDKRHLFP
NWIKPADSEPPPLLVYKWCQGINNLQGIWDTGDGQCVVMLQTKFEKFFEKIDLTMLNRLLRLVLDHNIADYVSAKNNVVL
SYKDMSHTNSYGLIRGLQFASFVVQFYGLLLDLLLLGLTRASEIAGPPQMPNEFMTFWDTKVETRHPIRLYSRYIDKVHI
MFKFTHEEARDLIQRYLTEHPDPNNENMVGYNNKKCWPRDARMRLMKHDVNLGRSVFWDMKNRLPRSITTLEWENGFVSV
YSKDNPNLLFSMCGFEVRILPKIRMTQEAFSNTKDGVWNLQNEQTKERTAVAFLRVDDEHMKVFENRVRQILMSSGSTTF
TKIVNKWNTALIGLMTYFREATVHTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVIFYTPKEIGGLGMLSMGHILIP
QSDLRYSKQTDVGVTHFRSGMSHEEDQLIPNLYRYIQPWESEFIDSQRVWAEYALKRQEAQAQNRRLTLEDLEDSWDRGI
PRINTLFQKDRHTLAYDKGWRVRTDFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDVIQALGGVEGILEHTLFKGTYFP
TWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQI
FRAHLWQKIHESVVMDLCQVLDQELDALEIETVQKETIHPRKSYKMNSSCADVLLFAAHKWPMSKPSLVAESKDMFDQKA
SNKYWIDVQLRWGDYDSHDIERYTRAKFMDYTTDNMSIYPSPTGVMIGLDLAYNLHSAFGNWFPGSKPLLAQAMNKIMKS
NPALYVLRERIRKGLQLYSSEPTEPYLSSQNYGEIFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQ
LFLKVIHTSVWAGQKRLGQLAKWKTAEEVAALVRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQAC
LKIEKFGDLILKATEPQMVLFNIYDDWLKSISSYTAFSRLILILRALHVNNEKAKMLLKPDKSVVTEPHHIWPSLTDDQW



MKVEVALRDLILSDYAKKNNVNTSALTQSEIRDIILGAEITPPSQQRQQIAEIEKQAKEASQLTAVTTRTTNVHGDELIV
TTTSPYEQSAFGSKTDWRVRAISATNLYLRVNHIYVNSDDIKETGYTYIMPKNILKKFICVADLRTQIAGYLYGISPPDN
PQVKEIRCVVMVPQWGNHQLVHLPSSLPEHDFLNDLEPLGWLHTQPNELPQLSPQDVTSHSRILENNKQWDGEKCIILTC
SFTPGSCSLTSYKLTQTGYEWGRLNKDNGSNPHGYLPTHYEKVQMLLSDRFLGFYMVPESGPWNYSFTGVKHTLSMKYSV
KLGSPKEFYHEEHRPTHFLEFSNMEEADITEGDREDTFT*                                        
>Atha_AT1G80210                                                                 
MSLTCVNMSEDVWLTCLTHALSTETEEIMGLLLGDIEYSKDGGSATAMIWGASPQSRSDRQKDRVETNPEQLAAASAQAD
RMTISTGRTTRVIGWYHSHPHITVLPSHVDVRTQAMYQLLDSGFIGLIFSCFSEDANKVGRIQVIAFQSSDGKPNSIPKS
MSLVLANKDSVIDLESSFSSSDSIYQRSSSARGDNPELDTSDTATTSGSKGGGRVSDFEAFFVNNTEANNTRRDGTSGNY
SSTAIEIDSMDMSESMQEAMHRSNLETSGVGYVRKEVPLHVLPTSSLLQLNSPLASFKSLQRVLYEEERAAYHQSVQQSK
RDGRVHPLAFIHNTSTYQASMCKLIEYCLSPAINALQDRLKENKIRLAMLMDEAEVLEAQKLKGAETSGGASRLVHGSGS
RSRRRS*                                                                         
>Atha_AT1G10840                                                                 
MATMARSFLQAISKDEAVAPPLRVVQIEGLAVLKIIKHCKEFSPTLVTGQLLGLDVGSVLEVTNCFPFPVRDDDEEIEAD
GANYQLEMMRCLREVNVDNNTVGWYQSTVLGSYQTVELIETFMNYQENIKRCVCIIYDPSKADLGVLALKALKLSDSFME
LYRGGNFTGEKLREKNFSWMDIFEEIPIKVSNSALVSAFMTELETDTPVSQGDYDRLHSSTTPFLENNMEFLIKCMDDLS
MEQQKFQYYYRNLSRQQAQQQAWLQKRRTENMARKSAGEEPLPEEDPSNPIFKAIPEPSRLESFLITNQVSNFCGQINGV
AGQNFSRLYLTKALHDN*                                                              
>Atha_AT1G10600                                                                 
MVTLSSPSPSLSCVENVTCKSSHVSRVLISGTDNINHGESSEAKILRDVHISERLLEDFTELARENTEKDLETCGTLAAF
LERGIFYVTTLIIPKQESTSNSCQAMNEVEVFSIQNERELYPVGWIHTHPSQGCFMSSVDLHTHYSYQVMVPEAFAIVVA
PTDSSKSYGIFKLTDPGGMEVLRGCSETGFHPHKEPEDGNPVYEHCSNVYKNSNLRFEIFDLR*                
>Atha_AT1G48790                                                                 
MGSSFETIDIATSARRIGVDNRISLKFYFRIADNILKQANIFRAEKNVIDLYVMLLRFSSLALETIPSHRDYRTSLKSNK
EYLRMRLLDVLTELEKLKPVVQQRIDELYPKLKPRYNVQAHPANGSLGWSSAVKPSFNSYDHAKVRNPPGHNSGYMGSRG
QQFLNAAPLEERFRKMSVNFRPNEETLSKHSILGPGGLSAQWQPPKYDTKVQYPSNIDFSPVVIPSFQQLVDSKPMITNG
SNDEPEKPIVEPSVASNEKIQKNYTEELSSMISFEEPESVNENNLIRQPSPPPVLAEVQDLVPALCPEVREPECMIENSL
PDESLRSESPLELHIATSMMDTFMRLAKSNTKKNLETCGILAGSLKNRKFYITALIIPKQESTSDSCQATNEEEIFEVQD
KQSLFPLGWIHTHPTQSCFMSSIDVHTHYSYQIMLPEAVAIVMAPQDSSRNHGIFRLTTPGGMTVIRNCDRRGFHAHSSP
EDGGPIYNTCKEVYMNPNLKFDVIDLR*                                                    
>Atha_AT1G71230                                                                 
MEGSSSTIARKTWELENSILTVDSPDSTSDNIFYYDDTSQTRFQQEKPWENDPHYFKRVKISALALLKMVVHARSGGTIE
IMGLMQGKTDGDTIIVMDAFALPVEGTETRVNAQDDAYEYMVEYSQTNKLAGRLENVVGWYHSHPGYGCWLSGIDVSTQR
LNQQHQEPFLAVVIDPTRTVSAGKVEIGAFRTYSKGYKPPDEPVSEYQTIPLNKIEDFGVHCKQYYSLDVTYFKSSLDSH
LLDLLWNKYWVNTLSSSPLLGNGDYVAGQISDLAEKLEQAESHLVQSRFGGVVPSSLHKKKEDESQLTKITRDSAKITVE
QVHGLMSQVIKDELFNSMRQSNNKSPTDSSDPDPMITY*                                         
>Atha_AT1G22920                                                                 
MEGSSSAIARKTWELENNILPVEPTDSASDSIFHYDDASQAKIQQEKPWASDPNYFKRVHISALALLKMVVHARSGGTIE
IMGLMQGKTEGDTIIVMDAFALPVEGTETRVNAQSDAYEYMVEYSQTSKLAGRLENVVGWYHSHPGYGCWLSGIDVSTQM
LNQQYQEPFLAVVIDPTRTVSAGKVEIGAFRTYPEGHKISDDHVSEYQTIPLNKIEDFGVHCKQYYSLDITYFKSSLDSH
LLDLLWNKYWVNTLSSSPLLGNGDYVAGQISDLAEKLEQAESQLANSRYGGIAPAGHQRRKEDEPQLAKITRDSAKITVE
QVHGLMSQVIKDILFNSARQSKKSADDSSDPEPMITS*                                          
>Atha_AT3G11270                                                                 
MDVIKTQQISARTIEKVIVHPLVLLSIVDHYNRVAKDTSKRVVGVLLGSSSRGTVDVTNSYAVPFEEDDKDTSIWFLDHN
YHESMFHMFKRINAKEHIVGWYSTGPKLRENDLDVHALFNGYVPNPVLVIIDVQPKELGIPTKAYYAVEEVKENATQKSQ
QVFVHVPTEIAAHEVEEIGVEHLLRDVKDTTISTLATEVTAKLTALKGLDARLREIRTYLDLVIEGKLPLNHEILYHLQD
VFNLLPNLNVNELVKAFAVKTNDMMLVIYLSSLIRSVIALHSLINNKLLNKEHEKAEDSKPVDIPLITES*         
>Atha_AT3G06820                                                                 
MSLTCVNMSEDVWLTCLTHALSTETEEIMGLLLGDIEYSKNGESATAMIWGASPQPRSDRQKDRVETNPEQLAAASAQAD
RMTISTGRTTRVIGWYHSHPHITVLPSHVDVRTQAMYQLLDSGFIGLIFSCFSEDANKVGRIQVIAFQSSDGKPNSIPKS
MSLVLANKDSVIDIESSSSSSDSIYQRSSSSKPELDTIDTATTSGSKGGGRVSDFGPFFTNNIEANITGRDETHKSGNLS
STTIGIDSMDMSESMQEAMLRSNLDTSGAGYVRKEVPLHVLPTSSLLPVNSPLASFKSLQRVLYEEERAAYYQSVQQNMR
DGRVHPLAFIHNTSTYQASMCKLIEYCLSPAINALQDRQKENKIRLAMLMDEAEVLEAQKLKGAETSRRPSHLVHGSGSR
SRRGS*                                                                          
>Atha_AT5G23540                                                                 
MERLQRIFGAGGGLGHASPDSPTLDTSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDEYTVRVVDVFAMPQSGTG
VSVEAVDHVFQTNMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVIDAFR
SINPQTIMLGQEPRQTTSNLGHLNKPSIQALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKKWTDGLTLRRFDTHSKTN
EQTVQEMLSLAAKYNKAVQEEDELSPEKLAIVNVGRQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVVF*           
>Atha_AT5G05780                                                                 
MDVIKTQQISARTIEKVVVHPLVLLSIVDHYNRVAKDSSKRVVGVLLGSSSRGVVDVTNSYAVPFEEDDKDPSIWFLDHN
YHESMFHMFKRINAKEHVVGWYSTGPKLRENDLDVHALFNGYVPNPVLVIIDVQPKELGIPTKAYYAVEEVKENATQKSQ



KVFVHVSTEIAAHEVEEIGVEHLLRDVKDTTISTLATEVTAKLTALKGLDARLREIRSYLDLVIEGKLPLNHEILYHLQD
VFNLLPNLNVNELVKAFSVKTNDMMLVIYLSSLIRSVIALHNLINNKLLNKEHEKAEDSKPVAIPATS*           
>Atha_AT5G56280                                                                 
MAPSSSSGLTFKLHPLVIVNISDHYTRVKTQLNPPASICASGHGSNNGEAMFQQNPRVYGCVIGVQRGRTVEIFNSFELL
YDPSTQTLDRSFLEKKQELYKKVFPDFYILGWYSTGSDAEESDMHIHKALMDINESPVYVLLNPAINHTQKDLPVTIYES
ELHVIDGIPQLIFAHTSYTIETVEAERISVDHVAHLKPSDGGSAATQLAAHLTGIHSAIKMLNSRIRVLYQNLAAMQKGD
KSCDNSVLRQVSSLLRRLPAMESERFQDNFLMEYNDKLLITYLAMITNCSSNMNEMVDKFNTAYDRNTRRGGRTAFM*  
>Mgut_mgv1a011358m                                                              
MASQEQTVLQFGQSPTSVSARVHPLVLYNICDCYVRRPDQAERVIGTLLGSVLPDGTIDIRNSYAVPHNESSDQVALDID
YHQNMLSSHQKVNPKEVIVGWFSTGRVVAGSALIHEFYSRDVNNLVHLTVDTEFRTGAAAIKAFVSINLSLGERQLAAQF
QEIPLDLRMVEAERIGFDVLKPTNVDKLPSDLEGMETSMERLLALIGEIYKYVDDVVEGRIAPDNKIGRFISDTIASLPK
LSPQAFDKLVNDSLQDQLLLLYLSSITRTQLSLAEKLNTAAQIL*                                   
>Mgut_mgv1a006974m                                                              
MSLTSVKMSEDVWLTCLTHALSTETEEIMGLLLGDIQISKNGHATALIWGALPQPRSDRQKDRVETNPEQLTAASVHAER
MTVATGTTTRVIGWYHSHPHITVLPSHVDVRTQAMYQLLDSGFIGLIFSCFSEDAQKVGRIQVIAFQSLDGKQNQMMKTV
ALTPVIKSSVIDVESSMSSSENTLVVFGSNRGENMEQDTGDSSRGTAMVSKGAGKSPQLGGYFANSNSRNGSSNYSLKNA
ILDLDPMDTSEGMQEAMHLSNLEMSGAEYIRKEIPLHVLPTPSLLSLDSPLSSFTNLQRVLYEEEKTAYNQALEQNIRNG
KVHPLSFIHHSSTYKASMCKMMEYCLNPAMSALQDRLRENEIQLKLLAEEANILESEISRGSPSNSSPRSPSQVPRSSGV
HKDLYPADLTNVKNVGGSRSRRGS*                                                       
>Mgut_mgv1a008903m                                                              
MRREYLVPNSGFERLRVSAAFRGEIKQNSTQQKKKKKKKENQSEKNEMAGMERLHRMFAGAGGALGHPPPDSPTLDSSEQ
VYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDEYTVRVVDVFAMPQSGTGVSVEAVDHVFQTNMLDMLKQTGRPEMVVG
WYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVIDAFRLINPQTMMLGQEPRQTTSNLGHLNKPSIQ
ALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKKWTDGLTLQRFDTHSKTNEQTVQEMLSLAVKYNKAVQEEDELSPEKL
AIANVGRQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVVF*                                        
>Mgut_mgv1a011820m                                                              
MEDSDSKLEKSLSVLSIDDGTSSQHSEESDLLVKNEKENNDFHLGHTKQPTPPPVEAQVHPELLSICPLRVSDANSRSPN
LFKDGLSRSSSYQDLHIPVKMMEEFLRLAWDNTAKNLETCGILAGSLQDRVFHITTLIIPKQESTSDTCQTLNEEEIFEV
QDKRSLFSLGWIHTHPTQTCFMSSIDLHTHYSYQVMLPEAVAIVMAPTDTSTPHGIFHLSDPGGVSVIRNCQHRGFHPHE
EPDDGSTIYEECSHVYMNSTLSFDVVDLR*                                                  
>Mgut_mgv1a010527m                                                              
MDVIKSQQISSRPIEKVVVHPLVLLSIVDHYNRVARDTRKRVVGVLLGTSFKGTVDVTNSYAVPFEEDDRDSSIWFLDHN
YHESMFSMFRRINAKEHVVGWYSTGPKLKENDLSIHSLLTDYVPNPVLVIIDVQPKELGIPTKAYYAVEEVKENATQKSQ
KVFVHVLSEIAAHEVEEIGVEHLLRDVKDTTVSTLATEVTGKLAALKGLDARLKEIRSYLDVVIEGKLPLNHEILYHLQD
VFNLLPNLNVSELVKAFAVKTNDMMLVIYLSSLIRSVIALHNLINNKMLNKEHEKAEDSKPVAVPSAAGS*         
>Mgut_mgv1a004833m                                                              
MRRPAYSSPSINFNAMARKIDVDNRIALRNYYRIADNLLKQANIYRDEKNLIDLYVILLRYSSLVSETIPYHRDYLALFP
KERNLYKKKLLSVLDELETLKPKVRRQLDEQEKVKSATQLNQFSGSNRISDLSSSSHKASLSYSNNQMLQLTTSPSSSLK
QNNEYTPFLSSNPIESQFQKLSLSLPLPKKETLSRHSFLGPNGLRGQWLGPSPEIKVNYPTNVIMDSNEIPSLNQVGQEE
FVATKDSNPEVEKSTMESILSLDDGRWLAEESSIPLENNDFQLGNIRQPSPPPVLAKVQPEVRPISPSRVADPRPGPPKI
SEDGPPGSNCYQDLHIPMKILDEFLRLAQKNTKKNLETCGVLAGSLRNRVFCITTLIIPKQESTSDSCETLNEEEIYDVQ
EKRSLFPLGWIHTHPSQTCFMSSVDLHTHYSYQVMLPEAIAIVMAPTDKSSPHGIFHLSDPGGVSVIRHCQQRGFHPHEE
PEDGTPIYEHCSHVYMNANIKFDVVDLR*                                                   
>Mgut_mgv1a010528m                                                              
MDVIKSQQISSRPIDKVVVHPLVLLSVVDHYNRVARDTRKRVVGVLLGTSYKGTVDVTNSYAVPFEEDDRDPSIWFLDHN
YHESMFSMFRRINAKEHVVGWYSTGPKLKENDLSIHALFNDYVPTPLLVIIDVQPKELGIPTKAYYAVEEVKENATQKSQ
KVFVHVLSEIAAHEVEEIGVEHLLRDVKDTTISTLATEVTGKLAALKGLDARLKEIRSYLDLVIEEKLPLNHEILYHLQD
VFNLLPNLNVSELIKAFAVKTNDMMLVIYLSSLIRSVIALHNLINNKMLNKEHEKAEDSKPVAVPAAAGS*         
>Mgut_mgv1a000027m                                                              
MWNNSMSNPAPPGTSGSGGAGAMPPMAPPGTSGVQPVPPPLATVPPSYTVVPSESQLDERARKWMQLNTKRYSDKRKFGF
VETQKEDMPPEHVRKIIRDHGDMSSKKYRHDKRVYLGALKFVPHAVYKLLENMPMPWEQVREVKVLYHITGAITFVNEIP
WVVEPIYLAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYADNLLDVDPLEPIQLEMDEEEDSAVYTWFYDHKPL
VKTKLINGPSYRKWHLSLPIMATLHRLAGQLLSDLIDRNYFYLFDMESFFTAKALNMCIPGGPKFEPLYRDMEKGDEDWN
EFNDINKLIIRSPLRTEYRIAFPHLYNNRPRKVRLSIYHTPMVMYIKTEDPDLPAFYYDPLIHPITSTNKDRRDKKIYEE
DDDDDFVLPEGVEPLLTSTPIYTDTTAAGVSLLFAPRPFNMRSGRMRRAEDIPLVSEWYKEHCPPSYPVKVRVSYQKLLK
CFVLNELHHRPPKAQKKKHLFRSLQATKFFQTTELDWAEAGLQVCKQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTT
KERKKSRFGNAFHLCREILRLTKLVVDANIQFRLGNVDAFQLADGLQYIFSHVGQLTGMYRYKYRLMRQIRMCKDLKHLI
YYRFNTGPVGKGPGCGFWAPMWRVWLFFLRGIVPLLERWLGNLLARQFEGRHSKGVAKTVTKQRVESHFDLELRAAVMHD
VLDAMPEGIKANKARTILQHLSEAWRCWKANIPWKVPGLPVPIENMILRYVKSKADWWTNVAHYNRERIRRGATVDKTVC
RKNLGRLTRLWLKAEQERQHNYLKDGPYVTPEEAVAIYTTTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLKESYSV
AVRLNQLQREELGLIEQAYDNPHEALSRIKRHLLTQRAFKEVGIEFMDLYSYLIPVYEIEPLEKITDAYLDQYLWYEGDK
RHLFPNWIKPADSEPPPLLVYKWCQGINNLQGVWDTGDGQCVVMLQTKFEKFFEKIDLTMLNRLLRLVLDHNIADYVTAK



NNVVLSYKDMSHTNSYGLIRGLQFASFVVQYYGLVLDLLLLGLTRASEIAGPPQMPNEFITFHDTRVETRHPIRLYSRYI
EKVHILFRFTHEEARDLIQRYLTEHPDPNNENMVGYNNKKCWPRDARMRLMKHDVNLGRSVFWDMKNRLPRSITTLEWEN
GFVSVYSKDNPNLLFSMSGFEVRILPKIRMTQEAFSNTRDGVWNLQNEQTKERTAVAFLRVDDEHMKVFENRVRQILMSS
GSTTFTKIVNKWNTALIGLMTYFREATVHTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVIFYTPKEIGGLGMLSMG
HILIPQSDLRYSKQTDVGVTHFRSGMSHEEDQLIPNLYRYIQPWESEFVDSQRVWAEYALKRQEAQAQNRRLTLEDLEDS
WDRGIPRINTLFQKDRHTLAYDKGWRVRTDFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDVIQALGGVEGILEHTLFK
GTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKI
SLIQIFRAHLWQKIHESVVMDLCQVLDQELDALEIETVQKETIHPRKSYKMNSSCADILLFAAHRWPMSKPSLVAESKDV
FDQKASNKYWIDVQLRWGDYDSHDIERYTRAKFMDYTTDNMSIYPSPTGVMIGLDLAYNLHSAFGNWFPGSKPLLAQAMN
KIMKSNPALYVLRERIRKGLQLYSSEPTEPYLSSQNYGEIFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFN
PRTGQLFLKVIHTSVWAGQKRLGQLAKWKTAEEVAALVRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQL
PFQACLKIEKFGDLILKATEPQMVLFNIYDDWLKTISSYTAFSRLILILRALHVNNEKAKMLLKPDKTIVTEPHHIWPSL
SEDQWVKVEVALRDLILSDYAKKNNVNTSALTQSEMRDIILGAEITPPSQQRQQIAEIEKQAKEASQLTAVTTKTTNVHG
EELIVTTTSPYEQAAFGSKTDWRVRAISATNLHLRVNHIYVNSEDIKETGYTYIMPKNVLKKFICIADLRTQIAGYLYGV
SPPDNPQVKEIRCIAMPPQWGTHQQVNLPSALPEHDFLNDLEPLGWMHTQPNELPQLSPQDLAAHAKVLFNNKQWDGEKC
IILTCSFTPGSCSLTAYKLTPSGYEWGKSNTDAASNPHGYLPTYYEKVQMLLSDRFLGFYMIPDNGPWNYNFMGVKHTPG
MRYGVKLGTPREYYHEDHRPTHFLEFSNLEEGDTAEGDREDTFT*                                   
>Mgut_mgv1a010200m                                                              
MASSSSSGLTFKLHPLVIVNISDHYTRVKSQSLPPPATAHCAAHNNVEASSLPPSPPPRVFGCVIGVQRGRTVEIFNSFE
LLYDASTNSLDRAFIEKKQELYKKVFPQFYVLGWYSTGSDAQESDMIIHKALMDINESPVFILLNPSINHAQKDLPVTIY
ESEMHVIDGNPQLIFVQSSYTIETVEAERISVDHVAHLKPSDGGSAATQLAAHLTGIHSAIKMLNSRIRVLHHYLLAMQK
GDTPYENSLLRQVSSLLRRLPAIESEKFQDDFLMEYNDTLLISYLAMFTNCASTMNELVEKFNTAYDRNSRRGGRTGFI*
>Mgut_mgv1a008802m                                                              
MDLFSSSTIARQTWELENNIVTTAADAADSSSAASDAIFYYDEAAQVKFQQEKPWSIDPHFFKRVKISALALLKMVVHAR
SGGTIEVMGLMQGKTDGDAIIVMDAFALPVEGTETRVNAQADAYEYMVDYSQTNKQAGRLENVVGWYHSHPGYGCWLSGI
DVSTQMLNQQFQEPFLAVVIDPTRTVSAGKVDIGAFRTYPEGYKPPDEPVSEYQTIPLNKIEDFGVHCKQYYSLDITYFK
SGLDSHLLDLLWNKYWVNTLSSSPLLGNGDYVAGQISDLAEKIEQAESQLSHSRFGSLITAPQRKKEEESQLTKITRDSA
KITVEQVHGLMSQVIKDILFNSVRQSNKSQAESSSPEPMVET*                                     
>Mgut_mgv1a009590m                                                              
MANTATRSFLQVAATEEATPPLRVVQIEGLVILKIIKHCKEFSPALVTGQLLGLDVGSVLEVTNCFPFPIREEDEEVEAE
GANYQLEMMRCLREVNVDNNTVGWYQSTLFGSFQTVELIETFMNYQENIRRCVCIIYDPSRANQGVLALKALKLSDSFME
LYRTNNFTGEKLREKNLSWVDIFEEIPIKVSNSALISAFMTELEADTPVRQCDYERLQLSTSPFLERNVEFLIECMDDLS
MEQQKFQFYYRNLSRQQAQQQAWLQKRRAENMARKTSGEEPLPEEDPSNPIFKPIPEPSRLDSFLITNQIANYSNQINGV
AGQSFSRLYLMKALHEK*                                                              
>Mgut_mgv1a004787m                                                              
MAARSSSSSSYSSSSQGTINISATTEKVLVDNRITLSYYYRIAHNILKKADIFREENNIIDLYVMLLRFSSLVTETIPCH
RDYKTSPQGNKLSLKRKLITALTELEELKPAVQEKLQELHIKQTYQLNKQKNPRQDDSLDSSVAWPAIKQNFNGYSTNKR
QQPVTSKLGYQGPKAVEENLRRISLSIPRPTEETLSKHSILGPNGLRGQWQPPSNYKVVQYPSSVDFTPLQIPSDTQQCI
KDGTTERDDESRPEQERSNLESVVQPKNNKPLIQESDSLISFEDEESSLETNIIRQPSPPPVLADVQDLIPSDARTECGM
DDASNDALVCYEDPLQLHLPTKLMDSFMKIAKPNTNKNLETCGVLAGSLKNRKYYITALIIPKQESTPDSCQTTNEEEIF
EVQDKQCLFPLGWIHTHPTQSCFMSSIDVHTHYCYQIMLPESIAIVMAPRDNSRKHGIFRLTSGGMTVIRHCPKRGFHSH
DPPSNGDPIYRHCTDVYMNSTLNFDVIDLR*                                                 
>Mgut_mgv1a018304m                                                              
MDLFSSSTIARQTWELENNIVTTAADAADSSSAASDAIFYYDEAAQVKFQQEKPWSIDPHFFKRVKISALALLKMVVHAR
SGGTIEVMGLMQGKTDGDAIIVMDAFALPVEGTETRVNAQADAYEYMVDYSQTNKQEESQLTKITRDSAKITVEQVHGLM
SQVIKDILFNSVRQSNKSQAESSSPEPMVET*                                                
>Mgut_mgv1a010432m                                                              
MAGMERLHRMFAGAGGALGHPPPDSPTLDSSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDEYTVRVVDVFAMPQ
SGTGVSVEAVDHVFQTNMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVI
DAFRLINPQTMMLGQEPRQTTSNLGHLNKPSIQALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKKWTDGLTLQRFDAH
SKTNEQTVQEMLKLAVKYNKAVQDEDELPPEKLAIANVGKQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVVF*       
>Acoe_001_00797                                                                 
MSLTSVKMCEEVWLTCVTHALSTETEEIMGLLLGDIQQSKNGTATALIWGASPQTRSDRRKDRVETNPEQLAAASAQAER
MSLTTGRTTRVIGWYHSHPHITVLPSHVDVRTQAMYQLLDSGFIGLIFSCFSENSLKVGRIQVIAFQSLDGKQKHMSPVN
SSLIEVESSFSSSENISPASGSGRAESLEQDTGDSRATSAASKVGRRSSDLEGFFSNADVNYLGRDNKGGTYQSASLQNS
VVDIDPMDMTESMQEAMHRSNLEMSGAEYVRKEIPLQVLPTLSLLKLDLPLTSFTELQHVLFEEERAAYSQAILQNMRDR
KVHPLAFIHHTSTYQASMCKLMEYCLSPAISALQDRLRENEIRLAMLMDEAKKIEALRGSESSMVSPRSSPIHGSRGSAA
VAQKDLYAATDSSGVRSPGTSSRRKASMSLTSVKMCEEVWLTCVTHALSTETEEIMGLLLGDIQQSKNGTATALIWGASP
QTRSDRRKDRVETNPEQLAAASAQAERMSLTTGRTTRVIGWYHSHPHITVLPSHVDVRTQAMYQLLDSGFIGLIFSCFSE
NSLKVGRIQVIAFQSLDGKQKHMSPVNSSLIEVESSFSSSENISPASGSGRAESLEQDTGDSRATSAASKVGRRSSDLEG
FFSNADVNYLGRDNKGGTYQSASLQNSVVDIDPMDMTESMQEAMHRSNLEMSGAEYVRKEIPLQVLPTLSLLKLDLPLTS
FTELQHVLFEEERAAYSQAILQNMRDRKVHPLAFIHHTSTYQASMCKLMEYCLSPAISALQDRLRENEIRVLCILILIET



HMYRHTHTHTHAHTLLLSFIFYWKDLTNSWKSSWLC                                            
>Acoe_002_00168                                                                 
MEISSVSVDVNGKSNNRFPLSLYFKLANQLIKQAKVFRDERNIIDLCTILERYCRLVSKIPQHSSYSTYSVQEKLHHNKV
HQELTTELENLKSQLSHGFRTQKDQEVYNERKVENGGAEETKIQSSTINVNCVTQSSPFPVLTFIQSVPEAVQLSHIAAS
DSGDGQSQSSCQDVHISVRLMEDFLELARDNTNKDLETCGVLGAFLKNGIFYITTLIIPKQETTSSSCQALNEEEIYAVQ
SEHSLFPLGWIHTHPSQSCFMSSIDLHTQYCYQLMLPEAVAIVMAPTDSTRNYGIFRLSDPGGTTVLKECQERGFHPHKE
PSDGSPIYEDCSNVYVNPNLRFEIFDLRMEISSVSVDVNGKSNNRFPLSLYFKLANQLIKQAKVFRDERNIIDLCTILER
YCRLVSKIPQHSSYSTYSVQEKLHHNKVHQELTTELENLKSQLSHGFRTQKDQEVYNERKVENGGAEETKIQSSTINVNC
VTQSSPFPVLTFIQSVPEAVQLSHIAASDSGDGQSQSSCQDVHISVRLMEDFLELARDNTNKDLETCGVLGAFLNGIFYI
TTLIIPKQETTSSSCQALNEEEIYAVQSEHSLFPLGWIHTHPSQSCFMSSIDLHTQYCYQLMLPEAVAIVMAPTDSTRNY
GIFRLSDPGGTTVLKECQERGFHPHKEPSDGSPIYEDCSNVYVNPNLRFEIFDLRMEISSVSVDVNGKSNNRFPLSLYFK
LANQLIKQAKVFRDERNIIDLCTILERYCRLVSKIPQHSSYSTYSVQEKLHHNKVHQELTTELENLKSQLSHGFRTQKDQ
EVYNERKVENGGAEETKIQSSTINVNCVTQSSPFPVLTFIQSVPEAVQLSHIAASDSGDGQSQSSCQDVHISVRLMEDFL
ELARDNTNKDLETCGVLGAFLQETTSSSCQALNEEEIYAVQSEHSLFPLGWIHTHPSQSCFMSSIDLHTQYCYQLMLPEA
VAIVMAPTDSTRNYGIFRLSDPGGTTVLKECQERGFHPHKEPSDGSPIYEDCSNVYVNPNLRFEIFDLRMEISSVSVDVN
GKSNNRFPLSLYFKLANQLIKQAKVFRDERNIIDLCTILERYCRLVSKIPQHSSYSTYSVQEKLHHNKVHQELTTELENL
KSQLSHGFRTQKDQEVYNERKVENGGAEETKIQSSTINVNCVTQSSPFPVLTFIQSVPEAVQLSHIAASDSGDGQSQSSC
QDVHISVRLMEDFLELARDNTNKDLETCGVLGAFLETTSSSCQALNEEEIYAVQSEHSLFPLGWIHTHPSQSCFMSSIDL
HTQYCYQLMLPEAVAIVMAPTDSTRNYGIFRLSDPGGTTVLKECQERGFHPHKEPSDGSPIYEDCSNVYVNPNLRFEIFD
LRMEISSVSVDVNGKSNNRFPLSLYFKLANQLIKQAKVFRDERNIIDLCTILERYCRLVSKIPQHSSYSTYSVQEKLHHN
KVHQELTTELENLKSQLSHGFRTQKDQEVYNERKVENGGAEETKIQSSTINVNCVTQSSPFPVLTFIQSVPEAVQLSHIA
ASDSGDGQSQSSCQDVHISVRLMEDFLELARDNTNKDLETCGVLGAFLKNGIFYITTLIIPKQETTSSSCQALNEEEIYA
VQSEHSLFPLGWIHTHPSQSCFMSSIDLHTQYCYQLQLSWLQQILQGTMAYSGYLILVELLS                  
>Acoe_002_00986                                                                 
MWNNGGGGASSSSSSNNSNTNSVLQQQQSVVLPPGTGGSSIPPPPAMQPSYSIPLSPAEAEARLDEKARKWQQLNSKRYG
DKRKFGFVETQKEDMPPEHVRKIIRDHGDMSSKKYRHDKRVYLGALKFIPHAVYKLLENMPMPWEQVRDVKILYHITGAI
TFVNEIPWVVEPIYMAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYADNLLDVDPLEPIQLELDEEEDSAVCTW
FYDHKPLVKTKLINGPSYRRWHLSLPIMATLHRLAGQLLSDLIDRNYFYLFDMESFFTAKALNMCIPGGPKFEPLYRDME
KGDEDWNEFNDINKLIIRSPLRTEYRIAFPHLYNNRPRKVKLCIYHTPMIMYIKTEDPDLPAFYYDPLLHPIVPSNTDRI
ERKLHEEVDDDFSLPEGVEPLLQSTQLYTDTTAAGISLLFAPRPFNMRSGRMRRAEDIPLVSEWYKEHCPPSYPVKVRVS
YQKLLKCFVLNMLHHRPPKAQKKKHLFRSLQATKFFQSTQLDWAEAGLQVCKQGYNMLNLLIHRKNLNYLHLDYNFNLKP
VKTLTTKERKKSRFGNAFHLCREILRLTKLVVDANIQFRLGNVDAFQLADGLQYTFSHVGQLTGMYRYKYRLMRQIRMCK
DLKHLIYYRFNTGPVGKGPGCGFWAPMWRVWLFFLRGIVPLLERWLGNLLARQFEGRHSKGVAKTVTKQRVESHFDLELR
AAVMHDVLDAMPEGIKQNKARTILQHLSEAWRCWKANIPWKVPGLPVPIENMILRYVKSKADWWTNVAHYNRERIRRGAT
VDKTVCRKNLGRLTRLWLKAEQERQHNYLKDGPYVTPEEAVAIYTTTVHWLESRKFSPIPFPPLSYKHDTKLLILALERL
KESYSVAVRLNQLQREELGLIEQAYDNPHEALSRIKRHLLTQRAFKEVGIEFMDLYSYLIPVYEIEPLEKITDAYLDQYL
WYEGDKRHLFPNWIKPADSEPPPLLVYKWCQGINNLQGIWDTSDGQCVVMLQTKFEKFFEKIDLTMLNRLLRLVLDHNIA
DYVTAKNNVVLSYKDMSHTNSYGLIRGLQFASFVVQYYGLVLDLLLLGLTRASEIAGPPQSPNEFITFGDTKVETRHPIR
LYSRYIDRVHILFRFTHEEARDLIQRYLTEHPDPNNENMVGYNNKKCWPRDARMRLMKHDVNLGRSVFWDMKNRLPRSIT
TLEWENSFVSVYSKDNPNLLFSMCGFEVRILPKIRMTQEAFSNTKDGVWNLQNEQTKERTAVAFLRVDDEHMKVFENRVR
QILMSSGSTTFTKIVNKWNTALIGLMTYFREATVHTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVIFYTPKEIGGL
GMLSMGHILIPQSDLRYSQQTDVGVTHFRSGMSHEEDQLIPNLYRYIQPWESEFVDSQRVWAEYALKRQEAQSQNRRLTL
EDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTDFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDVIQALGGVEGIL
EHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGK
IPTLKISLIQIFRAHLWQKVHESVVMDLCQVLDQELDALEIETVQKETIHPRKSYKMNSSCADILLFAAHRWPMSKPSLV
AESKDVFDQKASNKYWIDVQLRWGDYDSHDIERYTRAKFMDYTTDNMSIYPSPTGVMIGLDLAYNLHSAFGNWFPGSKPL
LAQAMNKIMKSNPALYVLRERIRKGLQLYSSEPTEPYLSSQNYGEIFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPING
AIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALVRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIK
GSELQLPFQACLKIEKFGDLILKATEPQMLLFNLYDDWLKSISSYTAFSRLILILRALHVNNEKAKMLLKPDKTITTQPH
HIWPSLTDDQWMKVEVALRDLILSDYAKKNNVNTSALTQSEIRDIILGAEITPPSQQRQQIAEIEKQAKEASQLTAVTTR
TTNVHGDELIVSTISPYEQAAFASKTDWRVRAISATNLYLRVNHIYVNSEDIKETGFTYIMPKNILKKFICIADLRTQIA
GYLYGISPPDNPQVKEIRCITMVPQWGTHQEVHLPLELPGHEFLNDLEPLGWMHTQPNELPQLSPQDLTYHAKILETHKQ
WDGEKCIVLTCSFTPGSCSLTAYKLTPSGYEWGRVNKDTGGNPHGYLPTHYEKVQMLLSDRFLGFYMVPDNGPWNFNFMG
VKHKHDMDYGIKLGTPREYYHYDHRPTHYLEFSNLEEGETQEGDREDTFT                              
>Acoe_002_01238                                                                 
MASESTPSSASGLTFKLHPLVILNISDHYTRVKSQSHGAPVNNSNGASASISLPLPRVFGCVIGIQRGRTVEIFNSFELL
YDESTNSLDRIFLEKKQELYKKVFPNFYILGWYSTGSDAQELDMQIHRALMDINESPVYVLLNPAINHAHKDLPVTIYES
ELHVIDGIPQLIFVRSSYTIETVEAERISVDHVAHLKPSDGGSAATQLAAHLTGIHSAIKMLNSRIKVLHEYLLAMQKGD
IPYDNSLARQVSSLLRRLPAIESGKFQDDFLMEYNDTLLVTYLAMITNCSSTMNELVDKFNIAYDRQGRRGGRSRLHESY
GL                                                                              
>Acoe_003_00582                                                                 
MKALDRPINFKAMSRKVDVDHRIPLRNYYRIADNLLKQASIYREENNLVDLYIILLRFSSLMSETIPFHRDYQVLLPREK



SFYKKKLLNVMDELESLKPTVQPQVDKLNKALIENRRGYHEMILHNSEAFFTKTQSPSDVDIKQLNTVGRNASQSSWKRN
DESNQMFSSNLMQIDKQFNKISVSLPLPKEETLSRHSILGRNGLRGQWLGPSTGIKVQYPSSADLIPADSSLSQAGQYGV
VIEKDSEPGGNKLLMDSVLSLDDGRWQNQAESCSSEDIGEDLLHMGNIRQPSPPAVLTQVHQTFLPISPSKVADPRPGPA
KLLQDGPPDANSYQQLHIPVKMMEDFLRLAQTNTKKNLETCGVLAGSLRNRVFYITTLIIPKQESTSDSCQTMNEEEIFE
FQDKRSLFPLGWIHTHPSQTCFMSSVDLHTHYSYQIMLPEAIAIVMAPTDTSSPHGIFHLSDPGGVSVIRNCQQRGFHPH
EEPDDGSPIYEHCSHVYMNPTSRFDVVDLRMKALDRPINFKAMSRKVDVDHRIPLRNYYRIADNLLKQASIYREENNLVD
LYIILLRFSSLMSETIPFHRDYQVLLPREKSFYKKKLLNVMDELESLKPTVQPQVDKLNKALIENRRGYHEMILHNSEAF
FTKTQSPSDVDIKQLNTVGRNASQSSWKRNDESNQMFSSNLMQIDKQFNKISVSLPLPKEETLSRHSILGRNGLRGQWLG
PSTGIKVQYPSSADLIPADSSLSQAGQYGVVIEKDSEPGGNKLLMDSVLSLDDGRWQNQAESCSSEDIGEDLLHMGNIRQ
PSPPAVLTQVHQTFLPISPSKVADPRPGPAKLLQDGPPDANSYQQLHIPVKMMEDFLRLAQTNTKKNLETCGVLAGSLRN
RVFYITTLIIPKQESTSDSCQTMNEEEIFEFQDKRSLFPLGWIHTHPSQTCFMSSVDLHTHYSYQIMLPEAIAIVMAPTD
TSRYTISSSKEQHELKNLILLSNTSLMKALDRPINFKAMSRKVDVDHRIPLRNYYRIADNLLKQASIYREENNLVDLYII
LLRFSSLMSETIPFHRDYQVLLPREKSFYKKKLLNVMDELESLKPTVQPQVDKLNKALIENRRGYHEMILHNSEAFFTKT
QSPSDVDIKQLNTVGRNASQSSWKRNDESNQMFSSNLMQIDKQFNKISVSLPLPKEETLSRHSILGRNGLRGQWLGPSTG
IKVQYPSSADLIPADSSLSQAGQYGVVIEKDSEPGGNKLLMDSVLSLDDGRWQNQAESCSSEDIGEDLLHMGNIRQPSPP
AVLTQLHIPVKMMEDFLRLAQTNTKKNLETCGVLAGSLRNRVFYITTLIIPKQESTSDSCQTMNEEEIFEFQDKRSLFPL
GWIHTHPSQTCFMSSVDLHTHYSYQIMLPEAIAIVMAPTDTSRYTISSSKEQHELKNLILLSNTSLMKALDRPINFKAMS
RKVDVDHRIPLRNYYRIADNLLKQASIYREENNLVDLYIILLRFSSLMSETIPFHRDYQVLLPREKSFYKKKLLNVMDEL
ESLKPTVQPQVDKLNKALIENRRGYHEMILHNSEAFFTKTQSPSDVDIKQLNTVGRNASQSSWKRNDESNQMFSSNLMQI
DKQFNKISVSLPLPKEETLSRHSILGRNGLRGQWLGPSTGIKVQYPSSADLIPADSSLSQAGQYGVVIEKDSEPGGNKLL
MDSVLSLDDGRWQNQAESCSSEDIGEDLLHMGNIRQPSPPAVLTQVHQTFLPISPSKVADPRPGPAKLLQDGPPDANSYQ
QLHIPVKMMEDFLRLAQTNTKKNLETCGVLAGSLGVLYYNTNHSKAGVYVRLVSDNEMKALDRPINFKAMSRKVDVDHRI
PLRNYYRIADNLLKQASIYREENNLVDLYIILLRFSSLMSETIPFHRDYQVLLPREKSFYKKKLLNVMDELESLKPTVQP
QVDKLNKALIENRRGYHEMILHNSEAFFTKTQSPSDVDIKQLNTVGRNASQSSWKRNDESNQMFSSNLMQIDKQFNKISV
SLPLPKEETLSRHSILGRNGLRGQWLGPSTGIKVQYPSSADLIPADSSLSQAGQYGVVIEKDSEPGGNKLLMDSVLSLDD
GRWQNQAESCSSEDIGEDLLHMGNIRQPSPPAVLTQLHIPVKMMEDFLRLAQTNTKKNLETCGVLAGSLGVLYYNTNHSK
AGVYVRLVSDNE                                                                    
>Acoe_024_00121                                                                 
MDSLAASAEQALKRWELENNITDAIYFYDEANHAKIQQQKPWTTDPHYFKRVKISALALLKMVVHARSGGTIEIMGLMQG
KVDGNTIIVMDAFALPVEGTETRVNAQADAYEYMVDYSQTNKQAGRLENVVGWYHSHPGYGCWLSGIDCSTQMLNQQFQE
PFLAVVIDPTRTVSAGKVEIGAFRTYPEGYKPPSEPVSEYQTIPLNKIEDFGVHCKQYYSLDVTYFKSSLDNHLLDLLWN
KYWVNTLSSSPLLANRDYVAGQISDLAEKLEQAETQVHSRMGSMIPSKKKEDDSQLAKITRDSSKITVEQVHGLMSQVIK
DILFNSVHHCNWALTIKEEHSGPEPMVETMDSLAASAEQALKRWELENNITDAIYFYDEANHAKIQQQKPWTTDPHYFKR
VKISALALLKMVVHARSGGTIEIMGLMQGKVDGNTIIVMDAFALPVEGTETRVNAQADAYEYMVDYSQTNKQAGRLENVV
GWYHSHPGYGCWLSGIDCSTQMLNQQFQEPFLAVVIDPTRTVSAGKVEIGAFRTYPEGYKPPSEPVSEYQTIPLNKIEDF
GVHCKQYYSLDVTYFKSSLDNHLLDLLWNKYWVNTLSSSPLLANRDYVAGQISDLAEKLEQAETQVHSRMGSMIPSKKKE
DDSQLAKITRDSSKITVEQVHGLMSQTFFSTLCIIAIGLSQSRRSTLALSLWLKPDLD                      
>Acoe_034_00122                                                                 
MATNEQSVLQFFPSTTSLTAKVHPVVIFNICDCYVRRPDQAERVIGTLLGSVSADGTVDIRNSYAVPHNESSDQVALDID
YHHNMLLSHQKVNPKEVIVGWYSTGFGVRAGSALIHDFYSREVQNPIHMTVDTGFTNGEASIKAFVTVNLSLRDQQLAAQ
FQEIPLDLRMVEAERVGFDILKTRMVEKVPNDLEGMETSMERLLALIDDIYKYVEDVVEGRVVPDNKIGRFVSDTIASIP
KVEPAAFDKLINDTLQDHLLLLYLSSLARTQLSLSEKLNTAAQILMATNEQSVLQFFPSTTSLTAKVHPVVIFNICDCYV
RRPDQAERVIGTLLGSVSADGTVDIRNSYAVPHNESSDQVALDIDYHHNMLLSHQKVNPKEVIVGWYSTGFGVRAGSALI
HDFYSREVQNPIHMTVDTGFTNGEASIKAFVTVNLSLRDQQLAAQFQEIPLDLRMVEAERVGFDILKTRMVEKVPNDLEG
METSMERLLALIDDIYKYVEDVVVRNLCLSFWFQFYSPMATNEQSVLQFFPSTTSLTAKVHPVVIFNICDCYVRRPDQAE
RVIGTLLGSVSADGTVDIRNSYAVPHNESSDQVALDIDYHHNMLLSHQKVNPKEVIVGWYSTGFGVRAGSALIHDFYSRE
VQNPIHMTVDTGFTNGEASIKAFVTVNLSLRDQQLAAQFQEIPLDLRMVEAERVGCKYCLS                   
>Acoe_037_00087                                                                 
MERLQRILAGAGGMGGHPPPDSPIMDSSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGDFVDEYTVRVVDVFAMPQSGT
GVSVEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEQLNQRAVAVVVDPIQSVKGKVVIDAF
RLINPQTMMLGQEPRQTTSNLGHLNKPSIQALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKKWTDGLTLQRFDTHSKT
NEQTVQEMLNLAVKYNKAVQEEDELSPEKLAIANVGRQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVVFMERLQRILAGA
GGMGGHPPPDSPIMDSSEQVYISSLALLKMLKHGDFVDEYTVRVVDVFAMPQSGTGVSVEAVDPVFQTKMLDMLKQTGRP
EMVVGWYHSHPGFGCWLSGVDINTQQSFEQLNQRAVAVVVDPIQSVKGKVVIDAFRLINPQTMMLGQEPRQTTSNLGHLN
KPSIQALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKKWTDGLTLQRFDTHSKTNEQTVQEMLNLAVKYNKAVQEEDEL
SPEKLAIANVGRQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVVF                                    
>Acoe_041_00023                                                                 
MRTSHHGGGGEFNVATVAQRRGVDNRISLWKYYRIADNLLKQAAIFRGEKNVLDLYVMLLRFSSLVGETIPCHRDYKLAS
KTEKNLYIKKLTNALNELEALKPVVQQRIDDMNRKVANQVDRTGRFQSNYSDSSLEWPTTKKQAPNGNEIKKASRIFGQN
GTVGTYQVQQHNFSISRPVEEQFQKFTLKIPRPTEETLSRHSILGPSGLRGQWQAPISNIGVQYPRDLDFTPIEIPSLEQ
SVQDKVSISNDSSSELERSTLESVYSLRVDSQPLLTEEDCSAGTVDPPIQSNIVRQPSVSPVLAEVQDLVSVVSPQDCNL
GYEPKSSLQDELARSTSPLQLHISTTMMENFMRLAKSNTDKNLETCGILAGSLKNRNFYVTTLIIPKQESTSDSCQATNE



EEIFDVQDKQSLFPLGWIHTHPSQSCFMSSIDLHTHYSYQVMLPEAVAIVMAPKDSSRTHGIFRLTTPGGISVIRNCDRR
GFHPHDEPPGGGPIYQHCTDVYMNPNMKVDVIDLRMRTSHHGGGGEFNVATVAQRRGVDNRISLWKYYRIADNLLKQAAI
FRGEKNVLDLYVMLLRFSSLVGETIPCHRDYKLASKTEKNLYIKKLTNALNELEALKPVVQQRIDDMNRKVANQVDRTGR
FQSNYSDSSLEWPTTKKQAPNGNEIKKASRIFGQNGTVGTYQVQQHNFSISRPVEEQFQKFTLKIPRPTEETLSRHSILG
PSGLRGQWQAPISNIGVQYPRDLDFTPIEIPSLEQSVQDKVSISNDSSSELERSTLESVYSLRVDSQPLLTEEDCSAGTV
DPPIQSNIVRQPSVSPVLAEVQDLVSVVSPQDCNLGYEPKSSLQDELARSTSPLQLHISTTMMENFMRLAKSNTDKNLET
CGILAGSLKNRNFYVTTLIIPKQESTSDSATNEEEIFDVQDKQSLFPLGWIHTHPSQSCFMSSIDLHTHYSYQVMLPEAV
AIVMAPKDSSRTHGIFRLTTPGGISVIRNCDRRGFHPHDEPPGGGPIYQHCTDVYMNPNMKVDVIDLRMRTSHHGGGGEF
NVATVAQRRGVDNRISLWKYYRIADNLLKQAAIFRGEKNVLDLYVMLLRFSSLVGETIPCHRDYKLASKTEKNLYIKKLT
NALNELEALKPVVQQRIDDMNRKVANQVDRTGRFQSNYSDSSLEWPTTKKQAPNGNEIKKASRIFGQNGTVGTYQVQQHN
FSISRPVEEQFQKFTLKIPRPTEETLSRHSILGPSGLRGQWQAPISNIGVQYPRDLDFTPIEIPSLEQSVQDKVSISNDS
SSELERSTLESVYSLRVDSQPLLTEEDCSAGTVDPPIQSNIVRQPSVSPVLAEVQDLVSVVSPQDCNLGYEPKSSLQDEL
ARSTSPLQLHISTTMMENFMRLAKSNTDKNLETCGILAGSLKNRNFYVTTLIIPKQESTSDSCQATNEEEIFDVQDKQSL
FPLGWIHTHPSQSCFMSSIDLHTHYSYQVYLDYHWDDSLYSCHSTRSYFVAW                            
>Acoe_045_00010                                                                 
MDVIKIQQISSRPIEKVVVHPLVLLSIVDNYNRVARDTRKRVVGVLLGSSSRGTVDVTNSYAVPFEEDDKDPSIWFLDHN
YHESMFHMFKRINAKEHVVGWYSTGPKLRENDLDIHGLFHDYVPNPVLVIIDVQPKELGIPTKAYFAVEEVKENATQKSQ
KVFVHVPSEIAAHEVEEIGVEHLLRDVKDTTISTLATEVTGKLAALKGLDARLREIRGYLELVIDGKLPLNHEILYHLQD
VFNLLPNLNVAELIKSFSVKTNDMMLVIYLSSLIRSVIALHNLINNKMLNKEHEKAEDAKPTAVPTAAGS          
>Acoe_053_00078                                                                 
MWNKRRRREETMVSLEEVMEEKARKWMQLNSKRYGDKRKFGSIAGTHKEDMPPEHIRKIMKDHGDLSSRRYGKDKRIHLG
ALKYVPHAVYKLIENMPMPWEQVRDVKVLYHVTGSITFVNEIPWVVEPIYMAQWGTMWIMMRREKRDRRHFKRMRFPPFD
DEEPILDYAENLLDVDPLEPIQLELDCEEDSAVYLWFYDHKPLVKTKLVNGPSYKRWNLSLPIMATLHRLAGQLLSDLVD
SNYYYLFDMESFVTAKALNLCIPGGPKFEPLYRDMMEKGDEDWNEFNDINKLIIRSPLRTEYRTAFPHLYNNRPRKVKLS
VYHTPMVMYIKTEDPDLPAFYYDPLIHPIVSSHRYRKAEKFYEDDGGFLLPDGVEPLLQSTPLYTDTTTAGVSLLFAPRP
FNMRSGRMRRAEDIPLVSQWYKEHCPALYPVKVRVSYQKLLKSFVLNELHHKPCKAQRKNHLFRSLQATKFFQSTQLDWA
EAGLQVCKQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLVVDGNIQFRSGNID
AFQLADGLQYTFSHVGQLTGMYRYKYQLMRQIRMCKDLKHLIYYRFNTGPVGKGPGCGFWAPMWRVWLFFLRGIVPLLER
WLGNLLARQFEGRHSQGVAKTVTKQLVESHFDLELRAAVMHDVVDAMPEGIKQNKSTIILQHLSESWRCWKANIPWKVPG
LPVPIENMILRYVKSKADWWTNVAHYNRERIRRGATVDKTVCRKNLGRLTRLWLKAEQERQHNYFKDGPYITPEEAVTIY
TTTVHWLESRKFSPIPFPPLSYKYDTKLLILALERLKESYSVAVRLNQLQREELGLIEQAYDNPHEALSRIKRHLLTQRS
FKDVGIEFMDLYSYLIPVYEIEPLEKITDAYLDQYLWYEGDKRHLFPNWIKPADSEPPPLLVYKWCQGINNLQGIWDTSD
GQCVVMLQTKVEKLFEKIDLTMLNRLLRLVLDHNIADYITAKNNVVLSYKDMSHTNSYGFIRGLQFASFVVQYYGLVVDL
LLLGLTRASEIVGPPEKPNEFITYSDSKVEMRHPIRLYSRYIDRVHILFRFTYEEARDLIQRYLTEHPDPNNENMVGYNN
KKCWPRDARMRLMKHDVNLGRSVFWDMKNRLPRSITTLEWENSFVSVYSKDNPNLLFSMCGFEIRLLPKIRMTQEAFNNG
KDGVWNLQNEQTKERTAVASLRVDDEHMKMFENRVRQILMSSGSTTFTKIVNKWNTALIGLMTYFREATVHTQELLDLLV
KCENKVQTRIKMGLNSKMPSRFPPVIFYTPKELGGLGMLSMGHILIPQSDLRYSQQTDVGVTHFRSGMNHTEDHQLIPNL
YRYIQSWESEFVDSQRVWAEYKLKRDEAQFQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTDFKQYQVL
KQNPFWWTHQRHDGKLWNLNNYRTDVIQALGGVEGILEHTLFRGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQ
IPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVLDQELDALEIET
VQKETIHPRKSYKMNSSCADILLFAAHKWPMSKPSALVAAESMDVFDQKASNKYWIDVQLRWGDYDSHDIERYTRAKFMD
YSTDSMSIYPSPTGVMIGIDLAYNLHSAFGNWFPGSRPLLAKAMDKIMKSNPALCVLRERVRKGLQLYSSEPTEPYLSSQ
NYPEIFSNQLIWFIDDSNVYRVLVQRTFAGNVASKPINGAIFIFNPRTGQLFLKVIHTSVWAGQKRLSQLAKWKAAEEVA
ALVRSLPVEEQPKQIVVSRKGMLEPLEVHLLDFPNIVIRGSELQMPFKASFVIEKIGDLVLKATEPQMLLFNLYDDWLKS
ISSYTAFLRLNLILRALHVDNAKAKVLLKPDTTITTEPHHIWPSLGDDQWMKVEHALKDLILSDYAKRVNVNTTALTQSE
IRDIIIGAEITPPSQQRQQIAEMEKQAKEVSQVTAVATRTRNKLGDELIVYTITPYEQAAFRSKTDWRVRAISAANLCLR
VNHIYVNSEDIIETGFTYIMPKNILKKFICIADLRTQIAGYLYGISPPDNPRVKEIRCIAMVPQRGTHQQVHLPLALPKH
ECLNDLEPLGWIHTQPNELPRLSPQDLTNHAQILEQNKQWDGEKCIILTCSFTPGSCTLTAYKLTPTGYDWGRVNKDTEG
NNPHGYLPTHYEKVQLLLSDRFLGFYMVPDNRPWNFNFMGVKHTVDMKYEIKLGTPREYHHEDHRPIHFLEFSNLEEGET
REEDREDAFT                                                                      
>Acoe_058_00118                                                                 
MANPTVLSFLQVAAATEEVAPPLRVVQIEGLVILKIIKHCKEFSPALVTGQLLGLDVGSVLEVTNCFPFPIRDEEEEIEA
DGANYQLEMMRCLREVNVDNNTVGWYQSTLLGSFQTVELIETFMNYQENIKRCVCIIYDPSRSNQGVLALKALKLSDAFM
DLYRNNNFSGEKLREKNLSWVDIFEEIPIKVSNSALVSAFMTELEADTPVTQCDYDRLQLSTNPFLERNVEFLIECMDDL
SMEQQKFQFYYRNLSRQQAQQQTWLQKRRTENMARKAAGEEPLPEDDPTNPIFKPVPEPSRLDSYLITNQISNYCNQING
VAGQSFSRLYLTKALHENMANPTVLSFLQVAAATEEVAPPLRVVQIEGLVILKIIKHCKEFSPALVTGQLLGLDVGSVLE
VTNCFPFPIRDEEEEIEADGANYQLEMMRCLREVNVDNNTVGWYQSTLLGSFQTVELIETFMNYQENIKRCVCIIYDPSR
SNQGVLALKALKLSDAFMDLYRNNNFSGEKLREKNLSWVDIFEEIPIKVSNSALVSAFMTELEADTPVTQCDYDRLQLST
NPFLERNVEFLIECMDDLSMEQQKVSAPFSFFLSFCNKFFIFTNSYQFFLTQVLY                         
>Bdis_1g48264                                                                   
MPMAAAPPPPGTSGVAPPPPPPAGAPPPAGQPLTPAELEAQLVEKARKWHQLNSKRYGDKRKFGFVEAQKEDMPPEHVRK
IIRDHGDMSSKKYRHDKRVYLGALKFVPHAVYKLLENMPMPWEQVRHVKILYHITGAITFVNEIPWVVEPIYLAQWGSMW



IMMRREKRDRRHFKRMRFPPFDDEEPPLDYADNLLDVEPLEAIQLELDPEEDGAVYKWFYDHKPLVKTKLINGPSYRKWH
LSLPIMATLYRLAGQLLSDLIDRNYFYLFDMESFFTAKALNMCIPGGPKFEPLYRDMEKGDEDWNEFNDINKLIIRQPLR
TEYRIAFPHLYNNRPRKVKLCVYHTPMIMYIKTEDPDLPAFYYDPLINPITSTNKIDRRDRKATEEEDEEDFCLPTGVEP
LLKETPLYTDTTAAGISLLFAPKPFNMRSGRTRRAEDIPLVSEWFKEHCPPAYPVKVRVSYQKLLKCYVLNELHHRPPKA
QKKKHLFRSLQATKFFQTTELDWAEAGLQVCKQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHL
CREILRLTKLVVDANIQFRLGNVDAFQLADGLQYIFSHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFNTGPVGKGPG
CGFWAPMWRVWLFFLRGIVPLLERWLGNLLARQFEGRHSKGVAKTVTKQRVESHFDLELRAAVMHDVLDAMPEGIKQNKA
RTILQHLSEAWRCWKANIPWKVPGLPVPIENMILRYVKSKADWWTNVAHYNRERIRRGATVDKTVCRKNLGRLTRLWLKA
EQERQHNYLKDGPYVTPEEAVAIYTTTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLKESYSVAVRLNQLQREELGL
IEQAYDNPHEALSRIKRHLLTQRAFKEVGIEFMDLYSYLIPVYEIEPLEKITDAYLDQYLWYEGDKRHLFPNWVKPADSE
PPPLLVYKWCQGLNNLQDIWDTSDGQCVVMLQTKFEKFFEKIDLTLLNRLLRLVLDHNIADYVTAKNNVVLSYKDMSHTN
SYGLIRGLQFASFVVQYYGLVLDLLLLGLTRASEIAGPPQMPNEFLTYTDAKVETRHPIRLYSRYIDKVHIMFRFTHEEA
RDLIQRYLTEHPDPNNENMVGYNNKKCWPRDARMRLMKHDVNLGRSVFWDMKNRLPRSITTLEWENSFVSVYSKDNPNLL
FSMSGFEVRILPKIRMTQEAFSNTKDGVWNLQNEQTKERTAIAFLRVDDEHMKVFENRVRQILMSSGSTTFTKIVNKWNT
ALIGLMTYFREATVHTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVIFYTPKEIGGLGMLSMGHILIPQSDLRYSKQ
TDVGVTHFRSGMSHEEDQLIPNLYRYIQPWESEFIDSQRVWAEYALKRQEAQSQNRRLTLEDLEDSWDRGIPRINTLFQK
DRHTLAYDKGWRVRTDFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDVIQALGGVEGILEHTLFKGTYFPTWEGLFWEK
ASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKI
HESVVMDLCQVLDQELDALEIETVQKETIHPRKSYKMNSSCADVLLFAAHRWQMSKPSLVSESKDVFDQKASNKYWIDVQ
LRWGDYDSHDIERYTRAKFMDYTTDNMSIYPSPTGVMIGLDLAYNLHSAFGNWFPGSKPLLQQAMNKIMKSNPALYVLRE
RIRKGLQLYSSEPTEPYLSSQNYGEIFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKVIHTS
VWAGQKRLGQLAKWKTAEEVAALVRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKIEKFGDL
ILKATEPQMVLYNIYDDWLKSISSYTAFSRLVLILRALHVNNEKAKMLLKPDKTIVTEPHHIWPTLNDEQWLKVECALRD
LILSDYAKKNNVNTSALTQSEIRDIILGAEIAPPSQQRQQIAEIEKQSRETTQLTAVTTRTTNVHGDELIITTTSPYEQA
AFASKTDWRVRAISATNLYLRVNHIYVNSDDIKETGYTYIMPKNILKKFICIADLRTQVAGFLYGLSPQDNPQVKEIRCI
SIPPQHGTHQMVTLPANLPEHEFLADLEPLGWMHTQPNEAPQLSPQDLTSHAKILENNKQWDGEKCIILTCSFTPGSCSL
TAYKLTPSGYEWGRSNKDNGSNPHGYLPTHYEKVQMLLSDRFLGFYMVPDNAPWNYNFMGVKHDPLMKYSMKLGTPRDFY
HEDHRPTHFLEFSNIDEGEVAEGDREDTFS*                                                 
>Bdis_2g09950                                                                   
MERLQRIFGAGGMGQPPSDSPLLDSSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVVDVFAMPQSGTGV
SVEAVDHVFQTNMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNPRAVAVVIDPIQSVKGKVVIDAFRL
INPQTMMLGQEPRQTTSNVGHLNKPSIQALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKKWTDGLILKRFDTHSTTNE
QTVQEMLSLAIKYNKAVQEEDELSPEKLAIANVGRQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVVF*            
>Bdis_2g12550                                                                   
MGPPRPARGVISIEACARPIAVDHRIRLPYYFRIAGSLLRQAKIYRDEKNILDLYVILLRYTSLLCETIPKHRDYPVFKS
REAEFLRNANSATLIDVVNELESLKPVVKRQIAEYNRGGSVEANGLNGTHTISQRTEQHPRTTYSTQPLVGSNSGSLEKF
IPGGRHQATSLPSVQTDRQIRKQFANLPFPKEETLARHSILGPNGLQGQWTGPVTAIKVQYPSNLEFTQSDMTSLVPVML
NQDVLHGSSTMYPDSTTKDNDDMKNVLSLDDGRWSAPAEECTSVPSVSLDGELSQLNIRQPSPPPVLAEVHPERRPISPS
RIADPTPGLAISETGRYQNLHVPVKLMECFLRVAESNTKRSLETCGVLAGTLKKRTFYVTTLIIPKQKSTSDSCEATNEE
ELFEVQDTGSLFTLGWIHTHPTQSCFLSSIDLHNHYSYQVMLPEAIAIVMAPTDTRKKHGIFHLTDPGGIGVIQDCPERG
FHPHKAPLDGSPIYEHCSHVYMNADTKFDMIDLRER*                                           
>Bdis_2g13590                                                                   
MAMTSRRQARRDISIEGMTRPVAVDHRISLPYYFRIADNLLRQANIYREEKNLLDLYIILLRYSSLLSETIPKHRDYHAF
KSREKEFLKKGPHNSDKLLNVISELESLKPIVKRQIAELTRGGAEEPDELYGTYAANSTSSMMDQLAPSPYMAQPLFGSS
AGSLQKSFSRGNHQGASLQGVELDRQLVKSYANLPRPKEETLSRHSILGPNGLHGQWTGPVTGVKIQYPSYPELTQSDIP
SLVPAILNENGSYGPSTSTTSQDGPANNSGDMQSVLSLDDGRWSLPIEEPASVSPAGFEAEFSQLNIRQPAPPPVLAQVH
PEHRPISPSRVADPRPGLATCDTGRFQNLHVPVALMESFLRLAEANTANNLETCGILAGNLKKRTFYVTTLIIPKQKSTS
DSCQATNEEEIFEVQDKGSLFTLGWIHTHPSQTCFLSSIDLHNHYSYQVMLPEAIAIVMAPTDTTRKHGIFHLTDPGGMG
VIHDCQESGFHPHEEPLDGTSIYEHCSHVYMNPNVKFDMVDLRQV*                                  
>Bdis_2g18080                                                                   
MSLTEVKIGEEVWLTCLSHALTTETEEVMGLLLGDVESSSRGGSVAVIWGASPQMRCERKKDRVEVNPELLAAATAQAEV
MTATIGKTTRVIGWYHSHPHITVLPSHVDVRTQAMFQLLEPGFVGLIFSCFSEDAQKVGKIQVIAFQSLDGTQRAIVPVI
TDPVIDLESSWSSSDKSLTPKYAAIEGIEQDTGDSRALKGSKVWGRSLDADLYSHLDTNHSSKHQPRENAIVAYEPDNLP
GVSADQDGSDMSPSIQEALHRSTMDISGAEYRRREVPLHVFPTRHLLKLDTTLTSYCDMQHVLFQEEQSAYNQAMLQNIC
DGKMHPLTSIHHTSTYNSSLCKLMEYCLSPAITVLQDRLKEQELQLSMLVEEAKELEAENQSMRNVSPRRLMLRGTSGSS
SPRALDKYASAKQGGPISPSGSSRRKAS*                                                   
>Bdis_2g27390                                                                   
MERLQRIFSTGMGQSPSDSPLLDSSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVVDVFAMPQSGTGVS
VEAVDHVFQTNMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNPRAVAVVIDPIQSVKGKVVIDAFRLI
NPQTMMLGQEPRQTTSNVGHLNKPSIQALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKKWTDGLILKRFDTHSKTNEE
TVQEMLSLAIKYNKAVQEEDELPPEKLAIANVGRQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVVF*             
>Bdis_2g39810                                                                   



MAETSARGGACQALLFPSSSSPSCARVEALVVFTICDSYVRRPDQADRVIGTLLGSVLPDGTVHVRNAYVVPHSESADQV
ALDIEYHHNMYVSHQKVNPKEVIVGWFSTGFGVSGGSTLIHEFYSREVQSPIHLTVDTGFTMGEASIKAYVSSNLSLGDR
HLAAQFQEIPLDRKVLLSETVEFEMLKSVVVEKLPNDLEGMESSMQKLYALIDEIYKYVDDAVEGRVALDNKIGRFIADT
VSSVPKLSPSAFERVFNDRIQDNLALVYLSSITRTQIAVAEKLNTAAQVL*MAETSARGGACQALLFPSSSSPSCARVEA
LVVFTICDSYVRRPDQADRVIGTLLGSVLPDGTVHVRNAYVVPHSESADQVALDIEYHHNMYVSHQKVNPKEVIVGWFST
GFGVSGGSTLIHEFYSREVQSPIHLTVDTGFTMGEASIKAYVSSNLSLGDRHLAAQFQEIPLDRKVLLSETVEFEMLKSV
VVEKLPNDLEGMESSMQKLYALIDEIYKYVDDAVAVWHWTTRLAGSLPTLFPLFRSCLHLLLKGFSMTGFRTILHWYTCQ
ASHGLRLR*                                                                       
>Bdis_2g45700                                                                   
MSSARFESSGRKWQTHSTAGSKTMYLATADAKQIAHCQLNLPRAIDPNVGSYPVKHHYPSPIVSWIEDLSSFSDVSFSDN
AEYVDDQSRPSVGQSSASNNLHDMQISVRLTDEFMELAKENTSNNLETCGILGASFSDGTYYVTMLIIPKQDATAHSCQA
FNEEEIHAILSEQSLYPAGWIHTHPSQTCFLSSIDLHTQYSYQVMFPEAVAIVAAPTDPTRSYGIFRLTDPGGMDVLREC
SESGFHTHRETTDGGPIYETCSKVHFKPNLRFEIVDLRSGA*MSSARFESSGRKWQTHSTAGSKTMYLATADAKQIAHCQ
LNLPRAIDPNVGSYPVKHHYPSPIVSWIEDLSSFSDVSFSDNAEYVDDQSRPSVGQSSASNNLHDMQISVRLTDEFMELA
KENTSNNLETCGILGASFSDGTYYVTMLIIPKQDATAHSCQAFNEEEIHAILSEQSLYPAGWIHTHPSQTCFLSSIDLHT
QYSYQVMFPEAVAIVAAPTDPTRQELWNIQADRSRRDGCAQGVQREWVPHSPRDNGWRSNI*                  
>Bdis_3g39500                                                                   
MSTPSDPAASVQPTSTASTAASSSSGLTFKLHPLVIVNVSDHHTRVKAQAACSGEGSSAQKQEPPRVFGCVIGVQRGRTV
EIFNSFELVLDPVTGTLERAFLEKKQELYKKVFPDFYVLGWYSTGSDVQDSDMLIHKALMDINESPVYLLLNPAINHSQK
DLPVTLNESELHVIDGIPQLIFVRSNYTIETVEAERISVDHVAHLKPSDGGSAATQLAAHLTGIHSAIKMLNSRVRVIHQ
YLGAMQKGDIPLDNSLLRQVSSLVRRLPAMESEKFQDEFLTEYNDTLLMTYLAVFTNCSSTMNELVEKFNTTYERTTARR
GGRGAFM*                                                                        
>Bdis_5g07240                                                                   
MANPAPAAGGKSFLQAIATVTEEAPPPLRVVQMEGLAVLKIIKHCEEFAPALVTGQLLGLDVGSVLEVTNCFPFPTREDD
EEADADGANYQLEMMRCLREVNVDNNTVGWYQSCLLGSFQTVELIETFMNYQENIRRCVCIVYDPSRSSQGVLALKALKL
TDSFMELYRNNGLTGEKLREKKLSWVDIFEEIPIKVSNSALVSAFMKELEPESPVSQCDFDRLKLSTAPFMERNLEFMIG
CMDALSSEQNKFQYYYRNLGRQQSQQQAWLQKRRQENMSRKAAGEEPLPEEDPSNPIFKPLPEPSRLEGYLVTNQISSYC
NHINGVAGQNFNRLYLAKALQED*MANPPAAGGKSFLQAIATVTEEAPPPLRVVQMEGLAVLKIIKHCEEFAPALVTGQL
LGLDVGSVLEVTNCFPFPTREDDEEADADGANYQLEMMRCLREVNVDNNTVGWYQSCLLGSFQTVELIETFMNYQENIRR
CVCIVYDPSRSSQGVLALKALKLTDSFMELYRNNGLTGEKLREKKLSWVDIFEEIPIKVSNSALVSAFMKELEPESPVSQ
CDFDRLKLSTAPFMERNLEFMIGCMDALSSEQNKFQYYYRNLGRQQSQQQAWLQKRRQENMSRKAAGEEPLPEEDPSNPI
FKPLPEPSRLEGYLVTNQISSYCNHINGVAGQNFNRLYLAKALQED*                                 
>Bdis_5g24470                                                                   
MDPTSSSAMAKQTWELENNIPAKVIDPEAMDEVYRFDEVANARALQQKPWANDPHHYRRVRISALALLKMVVHARSGGTI
EIMGLMQGKVDGDTMVVMDAFALPVEGTETRVNAQADAYEYMVDYSTINKQAGRLENVIGWYHSHPGYGCWLSGIDVSTQ
MLNQTYQEPFLAVVIDPTRTVSAGKVEIGAFRTYPKDYKPPDDPISEYQTIPLNKIEDFGVHCKQYYPLDITYFKSSLDS
HLLDLLWNKYWVNTLSSSPLLGNRDYVAGQIFDLADKLEQAEGQLAHSRFGMLMSSQRKKEPEDSPLAKVTRDSSKITAE
QVHGLMSQVIKDILFNSVHPSSKASTSAPESPVPEPMVET*                                       
>Bdis_5g24960                                                                   
MDVVKAAQLSGRTLERVVVHPLVLLSIVDHYNRVARDTRKRVVGVLLGTSSRGTVDVTNSYAVPFEEDDKDPRIWFLDHN
YHESMFSMFKRINAKEHVVGWYSTGPKLKENDLDVHALFNNYVPNPVLVIIDVQPKELGIPTKAYYAVEEVKENATQKSQ
KVFVHVPSEIAAHEVEEIGVEHLLRDVKDTTISTLATEVSSKLAALKGLDARLREIRGYLDLVIEGKLPLNHEILYHLQD
VFNLLPNLNVNELIKAFAVKTNDMMLVIYLSSLIRSVIALHNLINNKMLNKEHEKAEDSKPAAIPTAAGS*         
>Sbic_03g010550                                                                 
MERLQRIFGASGMGQPPTDSPLLDSSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVVDVFAMPQSGTGV
SVEAVDHVFQTNMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNPRAVAVVIDPIQSVKGKVVIDAFRL
INPQTMMLGQEPRQTTSNVGHLNKPSIQALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKKWTDGLILKRFDTHSKTNE
QTVQEMLNLAIKYNKAVQEEDELPPEKLAIANVGRQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVVF*            
>Sbic_03g013600                                                                 
MGPPQPARVGAINIEACARPIAVDHRIRLPYYFRIAGSLLRQANIYRNESNFLDLYVILLRYSSLLCETIPKHRDYHAFK
LKEKAFFDKLNDVMKELETLKPVVQRQVAEHNRGGTVESNTNSLNGNYGITRRIEQRTPTSYTPQPFVGSTNGALQKTFH
AGRQVALLPSVQKQFMNLPYPKEETLARHSILGPNGLNGRWNGPVTEIKVQYPSNFELTQNDITSLVPSILNQDDSHGPS
TAPAPPPPDSSSNDNDDMKSVLSLDDGRWSVPAERTPLPSASLEEELFQLDIKQPSPPPVLAEVQRPISPSRVADPTPGL
PTSGTARFQNLHVPIKLMECFLRVAESNTKRSLETCGVLAGTLKKRTFCVTTLIIPKQKSTSNTCEAINEEELFEVQDTG
SLFTLGWIHTHPTQSCFLSSIDLHNHYSYQVMLPEAIAIVMAPTDTTRKHGIFHLTDPGGMGVIHDCQERGFHPHKAPLD
GSPIYEQCSHVYMDNDIKFDMIDLRER*                                                    
>Sbic_03g020630                                                                 
MASGLSHGTSIESMARPVAVDHRISIHYYFRIADNLLRQANVYREEKNVLDLYIILLRYSSLLLETIPKHRDYHAFKARE
KEFLKKGPHNSEKILGVVNELESLKPVVQQQIATCNSRGADEPNGVYGTYAASSGLEHQTPDPYMSKSLAGSPTRLLQKP
LPGSKHQAATSQSIQPYRHAMKPPTNMLYPKEETLSRHSILGPNGLQGNLGQWTRPVTGIRIEYPHNPELTQSDISSLMP
TILNQDGLQGASTASQDKSDDMLSVLSLDDGRWSLPVEQASLSPGLVAEFSQLNIRQPSPPPVLAQLHPEHGPIPPSRVA
DPRPGLATSETGRYQNLHVPVALMECFLSVAELNTAKNLETCGILAGTLKKRTFYVTTLIIPKQKSTSDSCQATNEEEIF



EVQDKGSLLSLGWIHTHPTQTCFLSSIDLHNHYAYQIMLPEAIAIVMAPTDTTRKHGIFHLTEPCGMGVIHDCDATGFHP
HEEPLDGTPIYEHCSHVYMNPNVKFEMIDLREA*                                              
>Sbic_03g030240                                                                 
MGSRRYDIDTRRCGIHSAPTKSMYLDAQQVVNCQATVRDHDVGSCAVKHHFPSPIVSWIEDLSSFGNASFGPDSEYVDEQ
ARASVGQSSTSSNLHDMQISVRLTDEFMELAKENTSKNLETCGILGASFRDGTYFVTMLIIPKQEGTAHSCQAVSEEEIH
AVLSEQSLYPAGWIHTHPSQTCFLSSIDLHTQYSYQVMLPEAVAIVVAPTDPTRSYGIFRLTDPGGMDVLRECDESGFHT
HRETTNGSPIYETCSKVHFNPNLRFEIVDLRSGQ*                                             
>Sbic_06g011300                                                                 
MANPAAPGGMRSFLQAVSTVTEEAPTPLRVVQMEGLAVLKIIKHCEEFAPALVTGQLLGLDVGSVLEVTNCFPFPIREED
DEADADGANYQLEMMRCLREVNVDNNTIGCIPALIKLLPCPCDCVAVDEHMESIRRCVCIVYDPSRSSQGVLALKALKLT
DSFMDLYRNNGLTGEKLREKKLSWVDIFEEIPIKVSNSALVSAFMKELEPESPVTQCDFDRLKLSTAPFMERNLEFLIGC
MDDLSSEQNKFQYYYRNLSRQQSQQQAWLQKRRQENMARKAAGEEPLPEEDPSNPIFKPIPEPSRLEGYLVTNQISSYCN
HINGVAGQNFNRLYLMKALHED*                                                         
>Sbic_06g031140                                                                 
MEPTSSASIARQTWELENNIPAAATDPDAMDAIYRYDDSVQARAQQEKPWANDPHHFRRTKISALALLKMVVHARAGGTI
EVMGLMQGKCEGDAIIVMDAFALPVEGTETRVNAQADAYEYMVEYSTINKQAGRLENVVGWYHSHPGYGCWLSGIDVSTQ
MLNQQFTEPFLAVVIDPTRTVSAGKVEIGAFRTYPKDYKPPDEPVSEYQTIPLNKIEDFGVHCKSYYALDITYFKSSLDS
HLLDLLWNKYWVNTLSSSPLLGNRDYVAGQIFDLADKLEQAEGQLAHSRFGGMIMPSQRKKEQEESPLAKVTRDSSKITA
EQVHGLMSQVIKDILFNSVHPSIKASTSAPDSSSAPDSSSAPDSSGPEPMVEA*MEPTSSASIARQTWELENNIPAAATD
PDAMDAIYRYDDSVQARAQQEKPWANDPHHFRRTKISALALLKMVVHARAGGTIEVMGLMQGKCEGDAIIVMDAFALPVE
GTETRVNAQADAYEYMVEYSTINKQAGRLENVVGWYHSHPGYGCWLSGIDVSTQMLNQQFTEPFLAVVIDPTRTVSAGKV
EIGAFRTYPKDYKPPDEPVSEYQTIPLNKIEDFGVHCKSYYALDITYFKSSLDSHLLDLLWNKYWVNTLSSSPLLGNRDY
VAGQIFDLGS*                                                                     
>Sbic_06g031700                                                                 
MDVVKAAQLSGRTLERVVVHPLVLLSIVDHYNRVARDTRKRVVGVLLGTSSRGSVDVTNSYAVPFEEDDKDPRIWFLDHN
YHESMFSMFKRINAKEHVVGWYSTGPKLRENDLDVHALFNSYVPNPVLVIIDVQPKELGIPTKAYYAVEEVKENATQKSQ
KVFVHVPSEIAAHEVEEIGVEHLLRDVKDTTISTLATEVTSKLAALKGLDARLREIRSYLDLVIDGKLPLNHEILYHLQD
VFNLLPNLNVNELIKAFAVKTNDMMLVIYLSSLIRSVIALHNLINNKMLNKEHEKAEDSKPTAIPTAAGS*         
>Sbic_07g028380                                                                 
MSAPSDAAAAVAAPAPTTTAAASSSGGFTFKLHPLVIVNVSDHHTRVKAQAACSGDSSSSSSAAGSGQPPRVFGCVIGVQ
RGRTVEIFNSFELVLDPVSGTLDRAFLEKKQELYKKVFPDFYVLGWYSTGSDVHETDMQIHKALMDVNESPVYLLLNPTI
NLSQKDLPVTIYESELHVIDGSPQLIFVRSNYTIETVEAERISVDHVAHLKPSDGGSAATQLAAHLTGIHSAIKMLNSRV
RVIHQYLVAMQKGDIPVDNSLLRQVSSLVRRLPAMESQKFQDDFLMEYNDTLLMTYLAMFTNCSSTMNELVEKINTSYER
PTARRGGRGAFM*                                                                   
>Sbic_09g026780                                                                 
MAASNSNPKPIAQFMRNNNPLKKNYSQHFLIYPCGSPQTRANPTRHGVQFVEGREVSRQAALNRREATGFGGNGRIEVVR
RKGGARGRACVPHHGAEALAGDGVPALVVRDCVALVGGAAMCAAAAHRRRLLASPCQSSRVLVCGAGGDALLFPSPSSAS
SPPSSARVEAVVLFNVCDSYVRRPDQADRVIGTLLGSLLPDGTVHVRNSYVVPHSESADQVAIDIDYHHNMYASHQKVNP
KEVIVGWFSTGFGVSGGSTLIHEFYSREVQNPIHLTVDTGFTRGEASIKAYISSNLSLGDRHLAAQFQEIPLDLRMIEAE
KAGFEILKSTMVEKLPNDLEGMESSMEKLYILIDEIYKYVDDVVEGRVAPDNRIGRFISDSVASMPKLSPAAFDKLFNDK
IQDNLALVYLSSITRTQITIAEKLNTAAQVL*                                                
>Sbic_09g027130                                                                 
MSLSSVKIGEEVWLTCLSHALTTETEEVMGLLLGDIELSSKGATALIWGASPQMRCERKKDRVEVNPELLAAASAQAEKM
TATIKRTTRVIGWYHSHPHITVLPSHVDVRTQAMFQLLDTGFVGLIFSCFSEDAQKVGKIQVTAFQSEGGQQHALPLAIA
PVIDLDSSCSSSDNAFASHSASVEGMEQDTGDSRASKNNKAWRRSMDFYSHPDTSHSTSYQPRENALILYNPDNTQEASV
DPYDSDMTPSLQEALHRSTMDISGAEYRGKEVPLFVLPTRYLLKLDTTMTSYCDMQRVLFEEEQSAYNQAMQQNICDGKI
HPLTSIHHTSTYNSSLCKLMEYCLSPAVTTLQDRLKENELRLSMLQEEAKQLEADTQSMRNNSPRRLMNHGAGGNSSPMA
QSRHPFSNQGSPRSPMGGSRRRA*                                                        
>Sbic_10g004680                                                                 
MGHILIPQSDLRYSKQTDVGVTHFRSGMSHEEDQLIPNLYRYIQPWESEFIDSQRVWAEYALKRQEAQSQNRRLTLEDLE
DSWDRGIPRINTLFQKDRHTLAYDKGWRVRTDFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDVIQALGGVEGILEHTL
FKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTL
KISLIQIFRAHLWQKIHESVVMDLCQVLDQELDALEIETVQKETIHPRKSYKMNSSCADILLFAAHRWTMSKPSLVSESK
DLFDQKASNKYWIDVQLRWGDYDSHDIERYTRAKFMDYTTDNMSIYPSPTGVMIGIDLAYNLHSAFGNWFPGSKPLLQQA
MNKIMKSNPALYVLRERIRKGLQLYSSEPTEPYLSSQNYGEIFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFI
FNPRTGQLFLKVIHTSVWAGQKRLGQLAKWKTAEEVAALVRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSEL
QLPFQACLKIEKFGDLILKATEPQMVLYNIYDDWLKSISSYTAFSRIVLILRALHVNNEKAKMLLKPDKTIVTEPHHIWP
SLNDEQWLKVECALRDLILSDYAKKNNVNTSALTQSEMRDIILGAEIAPPSQQRQQIAEIEKQSRETTQLTAVTTRTTNV
HGDELIITTTSPYEQQAFASKTDWRVRAISATNLYLRVNHIYVNSDDIKETGYTYIMPKNILKKFICIADLRTQIAGFLY
GLSPQDNPQVKEIRCIAIPPQHGTHQMVTLPTNLPEHEFLNDLEPLGWMHTQPNEAPQLSPQDLTSHAKILENNKQWDGE
KCIILTCSFTPGSCSLTAYKLTPSGYEWGRSNKDNGSNPHGYLPTHYEKVQMLLSDRFLGFYMIPDNAPWNFNFMGVKHD
PQMKYNMKLGMPRDFYHEDHRPTHFLEFSNIEEGEVAEGDREDTFT*                                 



>Osat_LOC_Os01g16190                                                            
MERLQRIFGASGMGQPPTDSPLLDSSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVVDVFAMPQSGTGV
SVEAVDHVFQTNMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNPRAVAVVIDPIQSVKGKVVIDAFRL
INPQTMMLGQEPRQTTSNVGHLNKPSIQALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKKWTDGLILKSFDTHSKTNE
QTVQEMLNLAIKYNKAVQEEDELPPEKLAIANVGRQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVVF*            
>Osat_LOC_Os01g23640                                                            
MGPPQQARGGGIDIEACARPIAVDHRIKLPYYFRIAGNLLRQAKIYRDENNLVDLYVILLRYSSLVCETIPKHRDYHTFK
LREVDFFRLAPHNQSKLIEVLSELESLKPVVQRQITEHNRARGGAIESNSINGTIAVNNITKQHMTNPYTYQPFVGSNNG
SFERPVPGGNHQMAPLMSAQPDRLTRKQLANLPFPKEETLARHSILGPNGLHGQWTGPVTAIKVQYPSNLDIIKSDVSSL
FPSVLNQDGQNGPSTISTDSTQIENDDMKSVLSLDDGRWSKLAEECASVPSVSLEEELSQLSIKQPSPPPVLAELERRPI
APSEVADPTPGLAVSETGRYQNLHVPVKLMECFLRVAEANTKRSLETCGVLAGTLKKRTFYVTALIIPKQKSTSDSCEAT
NEDELFDVQDKGSLFTLGWIHTHPTQSCFLSSIDLHNHYSYQVMLPEAIAIVMAPTDTRRKHGIFHLSDPGGMGVIHDCP
ERGFHPHKAPLDGSPIYEHCSHVYMNPDVKFDVIDLR*MGPPQQARGGGIDIEACARPIAVDHRIKLPYYFRIAGNLLRQ
AKIYRDENNLVDLYVILLRYSSLVCETIPKHRDYHTFKLREVDFFRLAPHNQSKLIEVLSELESLKPVVQRQITEHNRAR
GGAIESNSINGTIAVNNITKQHMTNPYTYQPFVGSNNGSFERPVPGGNHQMAPLMSAQPDRLTRKQLANLPFPKEETLAR
HSILGPNGLHGQWTGPVTAIKVQYPSNLDIIKSDVSSLFPSVLNQDGQNGPSTISTDSTQIENDDMKSVLSLDDGRWSKL
AEECASVPSVSLEEELSQLSIKQPSPPPVLAELERRPIAPSEVADPTPGLAVSETGRYQNLHVPVKLMECFLRVAEANTK
RSLETCGVLAGTLKKRTFYVTALIIPKQKSTSDSCEATNEDELFDVQDKGSLFTLGWIHTHPTQSCFLSSIDLHNHYSYQ
VIFVRLDLT*                                                                      
>Osat_LOC_Os01g31470                                                            
MSMPSSRQAMGEINIEAMARPVSVDHRISIAYYFRIADNLLRQANIYREEKNLVDLYIILLRYSSLLCETIPKHRDYHAF
KLREKEFLKKGPHNSDKLLNVVNELETLKPVVLRQIADLNRGVTQEPNSQSGTSAAISQMDHLTQSSCFTQPLVGSPTGL
LKMPFSGGKHQVEPTQSGRPDSQLVKSYGNLPYPKEETLSRHSVLGPNGLHGKWTAPVTGIRIQYPSNAELTKSDVSSLV
PSILNQDLLYGPSRSQDFPTNKNEDMQSVLSLDDGQLSLPVEEATSVSPGFEEEFSQLNIRQPSPPPVMAQVHPQHRAIS
TSTVADLGPGIASSSTGRYQNLHVPVTLMECFLRVAEANTANNLETCGILAGTLKKRTFYVTTLIIPKQRSTSDSCQATN
EEEIFEVQDKGSLFTLGWIHTHPTQTCFLSSIDLHNHYSYQVMLPEAIAIVMAPTDTTRKHGIFHLTDPGGMGVIHDCQE
SGFHPHEEPLDGTSIYEHCSHVYMNPNVKFDMVDLREL*                                         
>Osat_LOC_Os01g47262                                                            
MQISVRLTDEFIELAKENTGNNVETCGILGASFRDGTYYVTMLIIPKQEATAHSCQAVSEEEIHAILSEQSLYPAGWIHT
HPSQTCFLSSIDLHTQYSYQVMLPEAVAIVIAPTDPTRNCGIFRLTDPGGMGVLRECSESGFHAHRETTDGGPIYETCSK
VIFNPNLRFEIVDLRSAP*                                                             
>Osat_LOC_Os04g30780                                                            
MANPAAAAGPSGGARSFLQAVSTVTEEAPSPLRVVQMEGLAVLKIIKHCEEFAPALVTGQLLGLDVGSVLEVTNCFPFPM
REDDEEADADGANYQLEMMRCLREVNVDNNTVGWYQSCLLGSFQTVELIETFMNYQENIRRCVCIVYDPSRSNQGVLALK
ALKLTDSFMDLYRNNGLTGEKLREKKLSWVDIFEEIPIKVSNSALVSAFMTELEPESPVSQCDFDRLKLSTAPFMERNLE
FLIGCMDDLSSEQNKFQYYYRNVSRQQSQQQAWLQKRRQENMARKAAGEEPLPEEDPSNPIFKPIPEPSRLEGYLVTNQI
SSYCNHINGVAGQNFNRLYLMKALQED*MANPAAAAGPSGGARSFLQAVSTVTEEAPSPLRVVQMEGLAVLKIIKHCEEF
APALVTGQLLGLDVGSVLEVTNCFPFPMREDDEEADADGANYQLEMMRCLREVNVDNNTVGWYQSCLLGSFQTVELIETF
MNYQENIRRCVCIVYDPSRSNQGVLALKALKLTDSFMDLYRNNGLTGEKLREKKLSWVDIFEEIPIKVSNSALVSAFMTE
LEPESPVSQV*                                                                     
>Osat_LOC_Os04g56070                                                            
MEPTSSAAMARQTWELENNIPAAASDPDALDAIYRYDEAAQARVQQEKPWANDPHPFRRAKISALALLKMVVHARAGGTI
EVMGLMQGKCEGDAIVVMDAFALPVEGTETRVNAQADAYEYMVEYSTINKQAGRLENVVGWYHSHPGYGCWLSGIDVSTQ
MLNQQFQEPFLAVVIDPTRTVSAGKVEIGAFRTYPKDYKPPDEPVSEYQTIPLNKIEDFGVHCKQYYALDITYFKSSLDS
HLLDLLWNKYWVNTLSSSPLLGNRDYVAGQIFDLADKLEQAEGQLAHSRYGMLMPSQRKKEQEESPLAKVTRDSSKITAE
QVHGLMSQVIKDILFNSVHPSNKASTSAPDSSGPEPMVEA*MEPTSSAAMARQTWELENNIPAAQARVQQEKPWANDPHP
FRRAKISALALLKMVVHARAGGTIEVMGLMQGKCEGDAIVVMDAFALPVEGTETRVNAQADAYEYMVEYSTINKQAGRLE
NVVGWYHSHPGYGCWLSGIDVSTQMLNQQFQEPFLAVVIDPTRTVSAGKVEIGAFRTYPKDYKPPDEPVSEYQTIPLNKI
EDFGVHCKQYYALDITYFKSSLDSHLLDLLWNKYWVNTLSSSPLLGNRDYVAGQIFDLADKLEQAEGQLAHSRYGMLMPS
QRKKEQEESPLAKVTRDSSKITAEQVHGLMSQVIKDILFNSVHPSNKASTSAPDSSGPEPMVEA*               
>Osat_LOC_Os04g56646                                                            
MDVVKAAQLSGRTLEKVVVHPLVLLSIVDHYNRVARDTRKRVVGVLLGTSSRGSVDVTNSYAVPFEEDDKDPRIWFLDHN
YHESMFSMFKRINAKEHVVGWYSTGPKLRENDLDIHALFNNYVPNPVLVIIDVQPKELGIPTKAYYAVEEVKEVSM*   
>Osat_LOC_Os05g01450                                                            
MAAAEGPVLLFPSTSSTSARVEAVVVFNICDSYVRRPDQAERVIGTLLGSVLPDGTVHVRNSYVVPHNESPDQVALDIEY
HHNMYASHHKVNPKEVIVGWFSTGFGVSGGSTLIHDFYSREVQSPIHLTVDTGFTRGDASIKAYISSNLSLGDRHLAAQF
QEIPLDLRMLEAGKVGFDILKSTIVEKLPNDLEGMESSMEKLYVLIDEIYKYVDDVVEGRVAPDNKIGRFISDAVASMPK
LSPAAFDKLFNDRIQDNLALVYLSSITRTQISIAEKLNTAAQIL*MSATPTSSPTTSPPTRFSTGFGVSGGSTLIHDFYS
REVQSPIHLTVDTGFTRGDASIKAYISSNLSLGDRHLAAQFQEIPLDLRMLEAGKVGFDILKSTIVEKLPNDLEGMESSM
EKLYVLIDEIYKYVDDVVEGRVAPDNKIGRFISDAVASMPKLSPAAFDKLFNDRIQDNLALVYLSSITRTQISIAEKLNT
AAQIL*                                                                          
>Osat_LOC_Os05g07050                                                            



MGAAPPPPGTGAPPPPLPAAAAAAGPPGGGKPLTPAELEAQLVEKARKWHQLNSKRYGDKRKFGFVEAQKEDMPPEHVRK
IIRDHGDMSSKKYRHDKRVYLGALKFVPHAVYKLLENMPMPWEQVRHVKILYHITGAITFVNEIPWVVEPIYLAQWGTMW
IMMRREKRDRRHFKRMRFPPFDDEEPPLDYADNLLDVEPLEAIQLELDEEEDSAVHEWFYDHKPLVKTKLINGPSYRKWH
LSLPIMATLYRLAGQLLSDLIDRNYFYLFDMESFFTAKALNMCIPGGPKFEPLYRDMEKGDEDWNEFNDINKLIIRQPLR
TEYRIAFPHLYNNRPRKVRLGVYHTPMIMYIKTDDPDLPAFYYDPLINPITSTSKVDRRERRTIEEDEDEDFCLPDGVEP
LLKGTELYTDTTAAGISLLFAPKPFNMRSGRTRRAEDIPLVSEWYKEHCPPAYPVKVRVSYQKLLKCYVLNELHHRPPKA
QKKKHLFRSLQATKFFQTTELDWAEAGLQVCKQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHL
CREILRLTKLVVDANIQFRLGNVDAFQLADGLQYIFSHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFNTGPVGKGPG
CGFWAPMWRVWLFFLRGIVPLLERWLGNLLARQFEGRHSKGVAKTVTKQRVESHFDLELRAAVMHDVLDAMPEGIKQNKA
RTILQHLSEAWRCWKANIPWKVPGLPVPIENMILRYVKSKADWWTNVAHYNRERIRRGATVDKTVCRKNLGRLTRLWLKA
EQERQHNYLKDGPYVTPEEAVAIYTTTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLKESYSVAVRLNQLQREELGL
IEQAYDNPHEALSRIKRHLLTQRAFKEVGIEFMDLYSYLIPVYEIEPLEKITDAYLDQYLWYEGDKRHLFPNWVKPADSE
PPPLLVYKWCQGINNLQDVWDTSDGQCVVMLQTKFEKFFEKIDLTLLNRLLRLVLDHNIADYVTAKNNVVLSYKDMSHTN
SYGLIRGLQFASFVVQYYGLVLDLLLLGLTRASEIAGPPTMPNEFLTYADTKVETRHPIRLYSRYVDKVHIMFRFTHEEA
RDLIQRYLTEHPDPNNENMVGYNNKKCWPRDARMRLMKHDVNLGRSVFWDMKNRLPRSITTLEWENSFVSVYSKDNPNLL
FSMCGFEVRILPKIRMTQEAFSNTKDGVWNLQNEQTKERTAIAFLRVDDEHMKVFENRVRQILMSSGSTTFTKIVNKWNT
ALIGLMTYFREATVHTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVIFYTPKEIGGLGMLSMGHILIPQSDLRYSKQ
TDVGVTHFRSGMSHEEDQLIPNLYRYIQPWESEFIDSQRVWAEYALKRQEAQSQNRRLTLEDLEDSWDRGIPRINTLFQK
DRHTLAYDKGWRVRTDFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDVIQALGGVEGILEHTLFKGTYFPTWEGLFWEK
ASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKI
HESVVMDLCQVLDQELDALEIETVQKETIHPRKSYKMNSSCADILLFAAHRWQMSKPSLVSESKDVFDQKASNKYWIDVQ
LRWGDYDSHDIERYTRAKFMDYTTDNMSIYPSPTGVMIGIDLAYNLHSAFGNWFPGSKPLLQQAMNKIMKSNPALYVLRE
RIRKGLQLYSSEPTEPYLSSQNYGEIFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKVIHTS
VWAGQKRLGQLAKWKTAEEVAALVRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKIEKFGDL
ILKATEPQMVLYNIYDDWLKSISSFTAFSRIVLILRALHVNNEKAKMLLKPDKTIVTEPHHIWPTLTDEQWLKVECALRD
LILSDYAKKNNVNTSALTQSEIRDIILGAEIAPPSQQRQQIAEIEKQSRETTQLTAVTTRTTNVHGDELIITTTSPYEQQ
AFASKTDWRVRAISATNLYLRVNHIYVNSDDIKETGYTYIMPKNILKKFICIADLRTQIAGFLYGLSPQDNPQVKEIRCI
AIPPQHGTHQMVTLPANLPEHEFLNDLEPLGWMHTQPNEAPQLSPQDLTSHAKILENNKQWDGEKCIILTCSFTPGSCSL
TAYKLTPSGYEWGRSNKDSGSNPHGYLPTHYEKVQMLLSDRFLGFYMVPDNTPWNFNFMGVKHDPLMKYNMKLGTPRDFY
HEDHRPTHFLEFSNIDEGEVAEGDREDTFT*                                                 
>Osat_LOC_Os05g30800                                                            
MERLQRIFGASGMGQPPSDSPLLDSSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVVDVFAMPQSGTGV
SVEAVDHVFQTNMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNPRAVAVVIDPIQSVKGKVVIDAFRL
INPQTMMLGQEPRQTTSNVGHLNKPSIQALIHGLNRHYYSIAINYRKNELEEKMLLNLHKKKWTDGLILKRFDTHSKTNE
QTVQEMLNLAIKYNKAVQEEDELPPEKLAIANVGRQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVVF*            
>Osat_LOC_Os05g46490                                                            
MSLTEVRIGEEVWLTCLSHALTTETEEVMGLLFGDIKHSSRGGVTALIWGASPQMRCERKKDRVEVNPELLAAATAQAES
LSATIGEKTRVIGWYHSHPHITVLPSHVDVRTQAMFQLMEPGFVGLIFSCFSEDAQKVGKIQVIAFQSLGGNQQSVVPVN
DPVINLESSWSSLDDTSHPALIEGIEQDTGDSKSSRNSKVWAKSSDVDFYPHFDANHSAKHQSKENAIVAYDPNNAPETP
VDLDESDMTPSIQEALHRSNMDISGAEYVRKEVPLYVFPTRHLLKLDTTLTSYCDMQHVVFEEEKSAYNQAMHQNIRDGK
IHPLTSIHHASTYNSSLCKLMEYCLSPAITVLQDRLKENELRLSMLMEEAKQLEAENQSMRNDSPRRLMYHGTSGTSSLM
AQDKQMSPRSPSGTGRRKAS*                                                           
>Osat_LOC_Os06g07080                                                            
MKVFENRVRQILMSSGSTTFTKIVNKWNTALIGLMTYFREATVHTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVIF
YTPKEIGGLGMLSMGHILIPQSDLRYSKQTDVGVTHFRSGMSHEEDQLIPNLYRYIQPWESEFIDSQRVWAEYALKRQEA
QSQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTDFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDVIQ
ALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLD
LTGIFMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVLDQELDALEIETVQKETIHPRKSYKMNSSCADILLFAAHR
WQMSKPSLVSESKDVFDQKASNKYWIDVQLRWGDYDSHDIERYTRAKFMDYTTDNMSIYPSPTGVMIGIDLAYNLHSAFG
NWFPGSKPLLQQAMNKIMKSNPALYVLRERIRKGLQLYSSEPTEPYLSSQNYGEIFSNQIIWFVDDTNVYRVTIHKTFEG
NLTTKPINGAIFIFNPRTGQLFLKVIHTSVWAGQKRLGQLAKWKTAEEVAALVRSLPVEEQPKQIIVTRKGMLDPLEVHL
LDFPNIVIKGSELQLPFQACLKIEKFGDLILKATEPQMVLYNIYDDWLKSISSFTAFSRIVLILRALHVNNEKAKMLLKP
DKTIVTEPHHIWPTLTDEQWLKVECALRDLILSDYAKKNNVNTSALTQSEIRDIILGAEIAPPSQQRQQIAEIEKQSRET
TQLTAVTTRTTNVHGDELIITTTSPYEQQAFASKTDWRVRAISATNLYLRVNHIYVNSDDIKETGYTYIMPKNILKKFIC
IADLRTQIAGFLYGLSPQDNPQVKEIRCIAIPPQHGTHQMVTLPANLPEHEFLNDLEPLGWMHTQPNEAPQLSPQDLTSH
AKILENNKQWDGEKCIILTCSFTPGSCSLTAYKLTPSGYEWGRSNKDTGSNPHGYLPTHYEKVQMLLSDRFLGFYMVPDN
TPWNFNFMGVKHDPLMKYNMKLGTPRDFYHEDHRPTHFLEFSNIDEGEVAEGDREDTFT*                    
>Osat_LOC_Os06g49020                                                            
MDANMLSAMMAAVGGDKPQPDTSEQINVSPLALLKMLKHGRAGVPMEVMGLMLGEFVDEYTVTVADVFAMPQSGTGVSVE
AVDHAFQSEMLEMLRQTGRPEMVVGWYHSHPGFGCWLSGTDMATQQSFEQLHPRAVAVVIDPVQSVKGKVVMDAFRLVDH
MAMVLGGAAGGEARQTTSNVGAVARPSAVALVHGLGRHYYSLAISYRMKEGEERMLACLSRSGWSDGFALRRFGAHDAGN
EAAVRGMRDLAVGYGAQVREEDETPPERLAVVRAGKVDAKGKLEEKAMDAMSANIVQTLGMMLDTVTF*           



>Osat_LOC_Os07g03760                                                            
MAAAAAAADAPFLGPDSPVHGTSQTAYVSPLALLKILVHAARDSPVAAMGVILGEEVDGFSVRVVDAFPLPRCAGGGAFT
QAIDPRYIEGMLAMLNKTDRVMFSHQVFDQLTKRLHGTILGDALSMVRCKLTCSLGENAQPVSSAKGLYLSWISFHISLM
WLEGVVGWYRSNPGFYGRPSNHDSVFHKAFEQLNPRAILVAVDPVKSATGNFTMNAFRSVTSYHETSSNVGALNREYYSV
AEDEKPFFELDIFAQGLASVFYSILISHRKNDLEINILKSMDKMGSKGSSSEDCRSLCQFPVMSESEKKNVEEMLIDLLT
KYQNEEEMQESDAPENPPDAENHLEELKNLMSACILQIFGMMLAWSSF*                               
>Osat_LOC_Os08g39070                                                            
MSAPSDPAVATHPQAGAAAAASSSSGLTFKLHPLVIVNVSDHHTRVKAQAACSGDGASSAAAGGQPPRVFGCVIGVQRGR
TVEIFNSFELVLDPVSGTLDRAFLEKKQELYKKVFPDFYVLGWYSTGSDVRDTDMQIHKALMDINESPVYLLLNPAINLS
QKDLPVTIYESELHVIDGSPQLIFVRANYTIETVEAERISVDHVAHLKPSDGGSAATQLAAHLTGIHSAIKMLNSRVRVI
HQYLVSMQKGDMPLDNSLLRQVSSLVRRLPAMESEKFQDDFLMEYNDTLLMTYLAMFTNCSSTMNELVEKFNATYERSTA
RRGGRGAFM*                                                                      
>Osat_LOC_Os09g21100                                                            
MAVRCHRRPSSRTSSTARPVDGDDVIEAPAPRPVAGVKKHIGLHVYYRFACSHLTQARVYREKENHVNLYAVLLRFLRLL
LHTILKHPDYRTDNSSVKFFIEKTLLEVIGELEYLKPIVQQKRQQQQRNQQEKTTEDNIGSATEPLNLTGNNAEIVRTFQ
HTTSSNKPQPLDASGTTSSLQKVEPIIHSDAPILKDLVPAKLNQDDLDGHSSTSQYSPTNSHDSRCSVSVEENEFSSSSE
EEFPRVESIPKQISSMYFHSTQGHGISDCSPYRMVYVPEELISRFLNEAVENTTKSLETCGIIAGTLRVDMDVKYFIATD
LIIPKQESTSYSREATNEEEILDIFEQLGSPSHLGWIHTHPTQECFMSSVDLHNHYSNQKDLREAFAIVVAPSKREQNIF
HLTVPDGMDEIGDCDDRGFHPHDRTTYEECSHVKWDSTISLHNVVDLREC*                             
>Osat_LOC_Os10g36229                                                            
MPPHEDTLDAGGGDVLTFRLHPLAVLKLSDRIREFQYQAAAAARVSYSSSSSSSSGTAAPEDPPPPPTRMSGCVIGVRRG
GTVDVSDILDILILHGPDPATFDRALLEKDQEIYKKAFPDLSVLGWYSIGTNVHATDMGIHHGDYTDMQIHQTAEVIDML
RKHSYLKELVVELATTWRRRQQGELVAGAPVAVATAVRGPRRWRRQPSAGAPGGGAVGGGGCRRRPRYPERPQRLTAGLG
VAECWSASNVCWRQRRRCGRGSWRRRLLAAWWWRATAQRRFAEAVARVGGSGDGGHDCGGSGDVGGGDGDGEVAERSAAA
AAVVVTVSAVIRGMAASDGLPRAWETAATGRRGIVWWRGRRPAWRREAQPMAAEAGSAREARAAEMEAGLAREARPMEGG
RIGARDASGRGGWPGADRYGRRWRRRPRCEEELPVGVEQSLAHEGWPPGGAGAGVPHVGRASVVVEHWCVSRGFAGGERT
SHRLVRVVQKKNKCAFTSISHHLFDKMVIPKQPDPEEATSPPATAVGTGVAHGTRPAQERRQWRCRRREGGEVGLPLRLP
SAEPFWPKLRVIAAGFDFGIRRHRRSLSEIEVSLIFSMPNSLLPLSSPCRPAVGAHRQGCIQSLTFEDTMFTPVRMKTEI
FDELMDANGTAFYLLLNPAINFSQKDIPVTIYERVTNTTYKHYKHVLLKIVGVERISLDHADFVYPSPCVVFDVLAPPLG
KEFSVLGCVAQPHHLARVGIALCSPFLNANKRCCRYYLILRKYHMIRDRNRLIPYRYQVILARYQMISIRYHAILTTYQV
ITSEVSDDTYQVSCDSTTYQVSDDSYHVSGDTRKVSCDTYQILGAGHRGVVAGGRVLPCPRSTPNPNLVAGSRILPRPRS
TSELIAGDRILRRELVTGGRVRRPRLSRRPRPPRRSSSPVPLPSPHRILHRPRPTSELVAGAIFITNRILCRPCDHAPRR
SSPAAASAPPVSASSALLPRRPALSRLREVERERSRWDSIPTGFRKNAFRTMLFETPSGFVMFRVSDVLFRYPEDIWSSF
TDPRTAHQAVRTIGFIENIGCWFNGRIVPELIWGLNYALDEFVPQEKGNLSNECHFPLSKQLHEQLKAYGFSISPQLINR
EFITSFGYLNYLERTSKNISGDLHQKFDRFFCGLEMSEGVFVKVVADRLCSMEEVASTPGRREALSNAEFLLTVPKKKYN
TLSRLKRMEAEVRGSGPWVFVAVFAVAFGVMEGLRIAMKRAN*                                     
>Osat_LOC_Os12g42730                                                            
MPLRPPPPPQGFLTAYPSAAFPPVKRPHEDDLGAGDVLTFRFHSLAVLKLFDRIREYRLHDYRYQATRGWYSSGTAPEDA
LLPCAVARPPRMYGCVIGVQRGRTVEVVDTSDILLDTDPGTLDRDLLKKKLETYKKAFPGLAILGWYSIDTHVTNTDMET
NQALMDASGTTFYLLFNPAMNLSLKDLPVTIYEKVHSTNRSPTPLIFVQGKYKTETVEAERISLDHTCPVVSDVSVPPLV
GKGQHANIMQTSGFKLMLFEIPSGFAMFEVSQELIARPKDIWARFAYQDDITNVIVTLGSIQIHNKSVARDIIVGPGDEL
KEFILSFCTHNYLIVQDVELKDVIEKKLNIYCYCNPTVVGELTWGLNYVLHKLLPQEQSLTHEPYLPLSKAMSKQIKEYG
FKISPREIDREFLRAMSFLNYLGYMSERYSLLLDHLFGQYRKNNMSDIEFAKSIASHLHSSEGIVPRDERYTRAEIMEFI
DFIIAAPENRSRTLSFLRRIEAASIDDSPPPPSLPGGMGVSLLKRLRLDWITVCCLGCAVALYPFYRRV*MPLRPPPPPQ
GFLTAYPSAAFPPVKRPHEDDLGAGDVLTFRFHSLAVLKLFDRIREYRLHDYRYQATRGWYSSGTAPEDALLPCAVARPP
RMYGCVIGVQRGRTVEVVDTSDILLDTDPGTLDRDLLKKKLETYKKAFPGLAILGWYSIDTHVTNTDMETNQALMDASGT
TFYLLFNPAMNLSLKDLPVTIYEKVHSTNRSPTPLIFVQGKYKTETVEAERISLDHTCPVVSDVSVPPLVGKGQHANIMQ
TSGFKLMLFEIPSGFAMFEVSQELIARPKDIWARFAYQDDITNVIVTLGSIQIHNKSVARDIIVGPGDELKEFILSFCTH
NYLIVQDVELKDVIEKKLNIYCYCNPTVVGELTWGLNYVLHKLLPQEQSLTHEPYLPLSKAMSKQIKEYGFKISPREGIV
PRDERYTRAEIMEFIDFIIAAPENRSRTLSFLRRIEAASIDDSPPPPSLPGGMGVSLLKRLRLDWITVCCLGCAVALYPF
YRRV*                                                                           
>Osat_LOC_Os12g42810                                                            
MPPHEDALDAGAVDVLTFRLHPLAVLKLSHRIREFVHLHDDQYQQARMSGCVIGVRRGGTVDISDTFDILHDPDPGTFDR
ALLEKDQEIYKKAFPDLSVLGWYSIGTNVHATDTGIHHGDYTDMQIHQTLMDANGTAFYLLLNPAINFSHKDIPVTIYER
VLCNSDGSPPVSFVQGNYTVEIVGAERISLDHADFLYPSPCVVFDVLAPPLGEKKNAFRTMLFETPSGFAMFRVSDVLFR
YPEDIWSSFTDPHTAHQVVRTIGFIEVGDKSVVWDNDIGPGEDIEHFILKFPIKSLVVPDAQLKFIIEKNLNISCWFNGR
IVPELIWGLNYALDEFVPREKGNLSNERHFPLSKQLHEQLKAYGFSISPQLINREFITSFGYLNYLERTSNCISGDLHQK
FDRFFCGLEMSEGEFVRGVAHRLHSMEEVASTPGRREALSNAEFLLAVPKKKCNTISRLKRMEAEDRGTGLGHPWVCAAA
VAVGFGVMAGLCIAMKRAN*                                                            
>Smol_XP_002988264                                                              
MPSGPTAVVAKLHPTVLFNICDSYIRRNDQQDRVIGTLLGSISSDGTIDIRNSYAVPHNESSDQVAVDIDYHRSMFELHQ
RVNPKEVIIGWYSTSPGVTGSDALIQDFYARETSNPIHLTVDTTFSDDAANIKAYVSTVLTLGERPLAAQFHEVQLDLRL



LEAERVGFDILKKTLVDKLPNDLQGLESSMQRLQNMIDTVFKYVDDVVEGRIPPDNTVGRYLADTLSMVPKISPDTFSKL
FNDSMQDLLLVVYLANLTRTQLALAEKLNTAAQVF                                             
>Smol_XP_002982521                                                              
MALTGVKIGDEVWRSCLTHALSTETEEVMGLLLGDIKEDKSKGTVDALVWGAVPQARSDRRKDRVETTPEQLAAAMALAE
ISSRKLFSFSLVFFPSLWKHRLSRTIGNTTRVIGWYHSHPHITVLPSHVDLRTQQSFQMLDPGFIGVIFSCFDDDANMVG
RVQSIAFQSTNGRQRKVSGSFQSSSAQHSSFGFGSNGERSSVDEASSSLSVLEHLLKGSQLFSFFFLQTVVDINYTRRIS
DSSSNEIEQRLSPGIEEAMHLSSLDTSSGDFSRKEIPMQVVPVSTFNLANPPPDPLLSLQQTVFNEEKAAFEKAMHQSKQ
GQRIHPLAASHHCVTHQAALLKLMELCLVPAMTTLWDNLQQNKAQVKNLSGSCSERAKY                     
>Smol_XP_002981046                                                              
MRSGGAASHTRYRRRRRRLSRTIGNTTRVIGWYHSHPHITVLPSHVDLRTQQSFQMLDPGFIGVIFSCFDDDANMVGRVQ
SIAFQSTNGRQRKVSGSFQSSSAQHSSFGFGSNGERSSVDEASSSLSTVVDINYTRRISDSSSNEIEQRLSPGIEEAMHL
SSLDMSSGDFSRKEIPMQVVPVSTFNLANPPPDPLLSLQQTVFNEEKAAFEKAMHQSKQGQRIHPLAASHHCVTHQASLL
KLMELCLVPAMTTLWDNLQQNKAQIALLHQEEAALGLRFDRQAARKQAGHDGTRWNSERTQQRIPDSDQRVRGNTVQRGY
FMKPSRVLFVSVKLENSA                                                              
>Smol_XP_002977410                                                              
MDVVTSTQMLAGQGIDKVVVHPLVLLSIVDNYNRVAKDTRKRVLGVLLGATFRGRVDITNSYAVPFEEDDRDPSIWFLDH
NYHEAMFDMFKRINAKEHVVGWYSTGPKLRENDLDIHELFRNYAPNPVLVIIDVQPRELAIPTKAYYSIEDVKENATQKS
QKAFVHVPSEIGAYEAEEIGVEHLLRDVKDATVSTLATEIGAKLQSLKGLEARLKEIRAYLDNVVEGRLPLNHGILYHLQ
DVFNLLPNLNVQELFRSFVVKTNDMMLVIYLSSLIRSVIALHNLINNKMLNKEHERLADASSAGLVITASAGS       
>Smol_XP_002973625                                                              
MAALPLAPPGIAPPSAMPPPQQGFLPPPGIPETPTPADLEKQLDEKARKWMQLNNKRYGEKRRFGFVEIQKEDMPPEHVR
KIIKEDWFLLFLIVSRAFNRDHGDMSSKKYRHDKRVYLGALKFVPHAVYKLLENMPMPWEQVRDVKVLYHITGAITFVDE
IPWVVEPIYLAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYADNLLDVDPLEPIQLELDPEEDAAVYRWFYDHK
PLVKTKLINGPSYRRWQLSLPIMATLHRLAGQLLSDLIDRNYFYLFDMESFFTAKALNMCIPGGPKFEPLYRDMEKGDED
WNEFNDINKLIIRSPLRTEYRIAFPHLYNNRPRKVKLGVYHTPMVMYIKTEDPDLPAFYYDPLIHPIPFYKMDRREKKPV
VEESEEEDDFELPEGVEPLLPTTKIYTDTTAAGIALLFAPRPFNMRSGRTRRAEDVPLVSDWYKEHCPPTYPVKVRVSYQ
KLLKCYVLNELHHRAPKGQKKKYLFRSLRATKFFQTTELDWAEAGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVK
TLTTKERKKSRFGNAFHLCREILRLTKLVVDANIQFRLGNVDAFQLADGLQYTFSHVGQLTGMYRYKYRLMRQIRMCKDL
KHLIYYRFNTGPVGKGPGCGFWAPMWRVWLFFLRGVVPLLERWLGNLLARQFEGRHSKGIAKTVTKQRVESHFDLELRAA
VMHDVLDAMPEGIKQNKARTILQHLSEAWRCWKANIPWKVPGLPVPIENMILRYVKSKADWWTNVAHYNRERIRRGATVD
KTVCRKNLGRLTRLWLKAEQERQHNYLKDGPYVTPEEAVAIYTTTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLKE
SYSVAVRLNQQQREELGLIEQAYDNPHEALSRIKRHLLTQRAFKEVGIEFMDLYSHLIPVYEIEPLEKITDAYLDQYLWY
EGDKRHLFPNWIKPADSEPPPLLVYKWCQGINNLQDIWDTNEGQCVVMLQTKFEKLFDKIDLTMLNRLLRLVLDHNIADY
VTAKNNVVLSYKDMSHTNSYGLIRGLQFASFVVQYYGLVLDLLVLGLTRASEIAGPPQMPNEFMTFWDVKVETRHPIRLY
SRYIDKVHMLFRFTHEEARDLIQRYLTEHPDPNNENIVGYNNKKCWPRDARMRLMKHDVNLGRSVFWDIKNRLPRSITTL
EWENSFVSVYSKDNPNLLFSMCGFEVRILPKCRMSQEAFGSKDGVWNLQNEQTKERTAMAYLRVDDEHMKVFENRVRQIL
MSSGSTTFTKIVNKWNTALIGLMTYFREATVHTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVIFYTPKEIGGLGML
SMGHILIPQSDLRYSQQTDVGITHFRSGMSHEDEQLIPNLYRYIQPWESEFIDSQRVWAEYALKRQEAQAQNRRLTLEDL
EDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTDFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDVIQALGGVEGILEHT
LFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPT
LKISLIQIFRAHLWQKIHESVVMDLCQVLDQELDALEIETVQKETIHPRKSYKMNSSCADILLFAAYKWPMSKPSLVAEG
KDHFDQKTSNKYWIDVQLRWGDYDSHDIERYTRAKFLDYTTDNMSIYPAPTGVMIGIDLAYNLHSAFGNWFPGSKPLLAQ
AMNKIMKANPALYVLRERVRKGLQLYSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIF
IFNPRTGQLFLKVIHTSVWAGQKRLGQLAKWKTAEEVAALVRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSE
LQLPFQACLKIEKFGDLILKATEPQMVLFNIYDDWLKSISSYTAFSRLILILRALHVNNEKAKMLLKPDKTIVTEPHHIW
PSLTDDQWMKVEVALRDLILSDYAKKNNVNTSALTQSEIRDIILGAEITPPSQQRQQIAEIEKQAKEASQLTAVTTRTTN
VHGDELIVTTTSPYEQQAFGSKTDWRVRAISATNLYLRVNHIYVNSDDIKEAGYTYIMPKNVLKTFICVADLRTQIAGYL
YGLSPPDNPQVKEIRCIVMPPQWGTHQQVHLPAALPEHDYLNDLEPLGWIHTQPNELPQLSPQDVTSHAKILENNKQWEG
EKCIILTCSFTPGSCSLTAYKLTPTGYEWGRANKDTGSNPHGYLPTHYEKVQMLLSDRFLGFYMVPDNGPWNYNFMGVKH
STGMKYGVKLANPREYYHEDHRPTHFLEFSNLEEADHVEGDREDAFN                                 
>Smol_XP_002965087                                                              
MERLQRIISSGAGGAGGGGMPHPDSPLVDTSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGDFVDEYTVRVVDVFAMPQ
SGTGVSVEAVDPVFQTKMMDMLKQTGRSEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVI
DAFRLINPQTMMLGQEPRQTTSNLGHLNKPSIQALIHGLNRHYYSIAINYRKTELEEKMLLNLHKKTWTDGLTLQHFDSH
AKTNESTIKEMLDLAVKYNKAVQEEDKLSPEKLAIANVGRQDAKKHLDENVANLMSSNIVQTLGTMLDTVVF        
>Smol_XP_002964229                                                              
SPTMMEEFLALARHNTQKNLETCGVLAGFLEKGMFSVTTLIIPKQEATSDSCQTVNEEELFEVQDKRNLFQLGWIHTHPT
QTCFMSSIDLHTHYSYQVMLQEAIAIVMAPTDEERSFGIFRLSEPGGMEAIQQCDQRGFHPHDEPANGGSIYDHCSHVYM
NPSLRFDIVDLR                                                                    
>Smol_XP_002962176                                                              
MERLQRIISSGAGGAGGGGMPHPDSPLVDTSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGDFVDEYTVRVVDVFAMPQ
SGTGVSVEAVDPVFQTKMMDMLKQTGRSEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVI



DAFRLINPQTMMLGQEPRQTTSNLGHLNKPSIQALIHGLNRHYYSIAINYRKTELEEKMLLNLHKKTWTDGLTLQHFDSH
TKTNESTIKEMLDLAVKYNKAVQEEDKLSPEKLAIANVGRQDAKKHLDENVANLMSSNIVQTLGTMLDTVVF        
>Smol_XP_002961002                                                              
MDASSSIARQSWELENNIVPMEHAACDSIYAYDEAAQSAIQQQKPWTRDPHYFKNVKISALALLKMVVHARSGGTLEVMG
IMQGKIEGDTFIVMDAFALPVEGTETRVNAQADAYEYMVDYVQTNKQIGRLENVVGWYHSHPGYGCWLSGIDVTTQVLNQ
QYQEPFLAVVIDPTRTVSAGKVEIGAFRTYPQGYKPPDEPASEYQTIPLNKIEDFGVHCKQYYPLDITYFKSSLDSHLLD
LLWNKYWLNTLSSSPLLGSRDYVAGQISDLGNSTHAAEKLEQTETQLAHSGRMGGFFMPSQKKKEEESQLAKITKDSSKI
TVEQVHGLMSQVIKDILFNSVTPVATAPSFDSSGPEPMAEA                                       
>Smol_XP_002988433                                                              
SSSLMDEFMRMAKSNTSKNIETCGVLAGSLEGGNFFVTALIIPKQQATANTCETIDEEEIFFAQDKRGLFQLGWIHTHPT
QSCFMSSVDVHTHYSYQVMLPEAIAIVMAPQDASKNFGIFRLSDPGGMNVIQQCSKRGFHGHDPTSDGTPLYHRTSHVYL
DPKVKFDVVDLR                                                                    
>Smol_XP_002988412                                                              
MSEAPAPLVRSFAQIASQEEVTSPLRAVQIDGLVVLKIIKHCKECMPALVTGQLLGLDIGTTLEITNCFPFPSRGGEEDE
ELESDGANYQLEMMRCLREVNVDNNTVGWYQSTYMGSFQTVELIETFLNYQENIKRCVCIIYDPLRSSQGVLALKALRLT
DSFMELYRSNNFNGEKLREKNVTWQDIFEEIPVRISNSALVSALMTELETDSPATQCDFDRLVLSTNPFMEKNLEFLIEC
MDDLSMEQQKFQFYYRNLARQQTQQQAWLQKRRAENMARRQAGEDPLPEDDPNNAVFKSIPEPSRLDSYLITNQIANYCS
QINGFAGQSFSKIYLMDAVHED                                                          
>Smol_XP_002982249                                                              
MERMERLQRMFSGMGGGGAGPHPDSPLVDTSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGDFVDEYTVRVIDVFAMPQ
SGTGVSVEAVDPVFQTKMMDMLKQTGRSEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVI
DAFRLINPQTMMLGQEPRQTTSNLGHLNKPSIQALIHGLNRHYYSIAINYRKTELEEKMLLNLHKKTWTDGLALQHFDCH
SKTNEATINEMLDLAVKYNKAVQEEDKLSPEKLAIANVGRQDAKKHLEDRVSNLMSSNIVQTLGTMLDTVVF        
>Smol_XP_002979841                                                              
MSEAPAPLVRSFAQIASQEEVTSPLRAVQIDGLVVLKIIKHCKECMPALVTGQLLGLDIGTTLEITNCFPFPSRGGEEDE
ELESDGANYQLEMMRCLREVNVDNNTVGWYQSTYMGSFQTVELIETFLNYQENIKRCVCIIYDPLRSSQGVLALKALRLT
DSFMELYRSNNFNGEKLREKNVTWQDIFEEIPVRISNSALVSALMTELETDSPATQCDFDRLVLSTNPFMEKNLEFLIEC
MDDLSMEQQKFQFYYRNLARQQTQQQAWLQKRRAENMARRQAGEDPLPEDDPNNAVFKLIPEPSRLDSYLITNQIANYCS
QINGFAGQSFSKIYLMDAVHED                                                          
>Smol_XP_002967006                                                              
MDASSSIARQSWELENNIVPMEHAASGCDSIYAYDEAAQSAIQQQKPWTRDPHYFKNVKISALALLKMVVHARSGGTLEV
MGIMQGKIEGDTFIVMDAFALPVEGTETRVNAQADAYEYMVDYVQTNKQVLTLDPFFSFIGRLENVVGWYHSHPGYGCWL
SGIDVTTQVLNQQYQEPFLAVVIDPTRTVSAGKVEIGAFRTYPQGYKPPDEPASEYQTIPLNKIEDFGVHCKQYYPLDIT
YFKSSLDSHLLDLLWNKYWLNTLSSSPLLGSRDYVAGQISDLGNSTHAAEKLEQTETQLAHSGRMGGFFMPSQKKKEEES
QLAKITKDSSKITVEQVHGLMSQVIKDILFNSVTPVATAPSFDSSGPEPMAEA                           
>Smol_XP_002966905                                                              
MSSSSGLTFKLHPLVIVNISDHYTRLMAQAAATGSAGIPPPLRVFGCVIGVQAGRNVEIFNSFELKHDAATDSLDRPFLE
TKQEQYKKVFPKYDVLGWYSIGADIRESDMVIHKALMDINESPVYLLLNPAINPARKELPLSIYESELHVIDGVPSLIFV
KASYTIETVEAERISVDHVAHIKPSDGSSAATQLAAHLTGMHSAIKMLHSRIKVLHHLLAAIQKGDAPPEHALLRQVSSL
VRRLPAIDSPKFQDDFLMEYNDTLLMTYLATITKCSNTMNEFVEKFTTAYDKQSRRGGRTVFV                 
>Php_XP_001785044                                                               
MDPQAPPMAPPPPASASTAADAEARLDEKARKWHQLNAKRYGEKRKFGFVETQKEDMPPEHVRKIIRDHGDMSSKKYRHD
KRVYLGALKFVPHAVYKLLENMPMPWEQVRDVRVLYHITGAITFVDEIPWVVEPIFLAQWGTMWIMMRREKRDRRHFKRM
RFPPFDDEEPPLDYADNLLDVEPLEPIQLELDEEEDSAVYEWFYDYKPLVKTKLINGPSYRRWHLSLPIMAALHRLAGQL
LSDLIDRNYFYLFDMESFFTAKALNLCIPGGPKFEPLYRDMEKGDEDWNEFNDINKLIIRSPLRTEYRIAFPHLYNNRPR
KVKLGVYHTPMVMYIKSEDPDLPAFYFDPLIHPIAFYKTDKRGERKGFQEEEDEDDFVLPEGVEPLIQDIPQYTDTTAAG
IALLFAPRPFNMRSGRMRRAEDIPLVSDWYKEHCPPTYPVKVRVSYQKLLKCYVLNELHHRPPKGQKKKYLFRSLRATKF
FQTTELDWAEAGLQVCKQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLVVDAN
IQFRLGNVDAYQLADGLQYTFSHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFNTGPVGKGPGCGFWAPMWRVWLFFL
RGVVPLLERWLGNLLARQFEGRHSKGVAKTVTKQRVESHFDLELRAAVMHDVLDAMPEGIKQNKARTILQHLSEAWRCWK
ANIPWKVPGLPVPIENMILRYVKSKADWWTNVAHYNRERIRRGATVDKTVCRKNLGRLTRLWLKAEQERQHNYLKDGPYV
TPEEAVAIYTTTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLKESYSVAVRLNQQQREELGLIEQAYDNPHEALSRI
KRHLLTQRAFKEVGIEFMDLYSHLIPVYEIEPLEKITDAYLDQYLWYEGDKRHLFPNWIKPADSEPPPLLVYKWCQGINN
LQDIWDTSEGQCVVMLQTKFEKFFDKIDLTMLNRLLRLVLDHNIADYVTAKNNVVLSYKDMSHTNSYGLLQGLQFASFVV
QYYGLVLDLLVLGLTRASEIAGPPQMPNEFITFWDVKVETRHPIRLYSRYIDKVHILFRFTHEEARDLIQRYLTEHPDPN
NENIVGYNNKKCWPRDARMRLMKHDVNLGRSVFWDIKNRLPRSITTLEWENSFVSVYSKDNPNLLFSMCGFEVRILPKIR
MTQEAFGSKDGVWNLQNEQTKERTAMAYLRVDDEHLKVFENRVRQILMSSGSTTFTKIVNKWNTALIGLMTYFREATVHT
QELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVIFYTPKEIGGLGMLSMGHILIPQSDLRYSQQTDVGVTHFRSGMSHED
EQLIPNLYRYIQPWESEFIDSQRVWAEYALKRQEAQAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTD
FKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDVIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNA
QRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKVHESVVMDLCQVLDQEL
DALEIETVQKETIHPRKSYKMNSSCADILLFAAYKWPMSKPSLVAEPKDVFDQKASNKYWIDVQLRWGDYDSHDIERYTR



AKFLDYTTDNMSIYPAPTGVMIGLDLAYNLHAAFGNWFPGSKPLFAQAINKIMKANPALYVLRERVRKGLQLYSSEPTEP
YLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKVIHTSVWAGQKRLGQLAKWKT
AEEVAALVRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKIEKFGDLILKATEPQMVLFNIYD
DWLKTISSYTAFSRLILILRALHVNNEKAKMLLKPDKTVVTEPHHIWPNLSDDQWMKVEVALRDLILSDYAKKNNVNTSA
LTQSEIRDIILGAEITPPSQQRQQIAEIEKQAKEASQLTAVTTKTTNVHGDDLIVTTTSPYEQAAFGSKTDWRVRAISAT
NLHLRVNHIYVNSDDIKESGYTYIMPKNVLKKFICIADLRTQIAGYLYGVSPPDNPQVKEIRCIVMPPQWGTHQQVHLPS
SLPEHEFLNELEPLGWLHTQPNELPQLSPQDLTSHARVLENNKQWDGEKCIILTCSFTPGSCSLTAYKLTPTGYEWGRAN
KDSGSNPHGYLPTHYEKVQMLLSDRFLGFYMVPDNGPWNYNFMGVKHSVGMKYGIKLSIPREFYHEDHRPTHFLEFSNLE
ENDVAEGDREDVFQ                                                                  
>Php_XP_001781786                                                               
MPSGHTGVVAKLHPTVLFNISDSYIRRNDQQERVIGTLLGSISPDGTVEIRNSYAVPHSEQADQVAVDIDYHRTMFELHQ
RVNHKEIIVGWYSTGSSLSPSDTLIHDFYGREVANPVLLTVDTAFAEEKVNIKVFVSTLLTLGERQLAAQFHEVQLDLRL
IEAERIGFDVLKKTMVEKLPNDLEGLEATIERLQDMIDRVFRYVDDVVEGQVQPDNSVGRFLADTMASVPRISSDAFDKL
FNDSVQDLLLVLYLANLTKTQLILAEKLNTAAQIV                                             
>Php_XP_001778532                                                               
MEGTLNIAQRTKKVDVDNRLPLKYYYRTADNLLKQARIFRDEGNTIDYYILLLRFSSLVSETIPEHRECRLYSREFVDYR
KRLIDVVTELERLKPGVQKQVEQYNNSLLKPRGSSYSLPSSYSTPSHYDTPSHNTAFSYDIPSHNLVAMELEPKFRSLNI
PRPTEETLSRHSILGPSTQRPRREPAPLRVQYPSYVDATPIELPSFIQDWNVPAQFPAASTSVPTTNVSSTVAALESLSD
PALWSGSQSSVTVDVAPTMTLLRQPSPPPIAASVQTVHAVHDVHDHSQTQLSSDLAHHDLSLSLPQSTKMMDEFMRLAKA
NTTRNLETCGVLAGSLKKGIFYVCTLIVPKQEATSDSCQTINEEEIFDSQDKRGLFQLGWIHTHPTQTCFMSSIDLHTHY
SYQIMLPEAIAIVMAPTDNSRPYGIFRLSDPGGVKTIQQCQQRGFHPHEDPPDGSPIYECCSHVYMNPKLQFDVIDLRAQ
>Php_XP_001778517                                                               
MAAPLRSFAQAAQAEVEVQPLRVVQIEGLVALKIIKHCKECMPALVTGQLLGLDIGSILEVTNCFPFPVKDEDELDTDGA
NYQLEMMRCLREVNVDNNTVGWYQSTYMGSFQTVELIETFLNYQENIKRCVCIIYDPVRSGQGVLALKALKLSEDFMELY
RSQSLSGEKLREKNMAWTHIFEEIPVKISNSALVSSLMTELEPEAPATQCDFDRLVLSTNPFMEKNLEFLIECMDDLSME
QQKFQYYYRNLSRQQAQQQAWLQKRRTENAARRASGEEPLPEEEPNNPVFKILPEPSRLDSYLITNQISNYCSQVNGFAG
QSLSKLYLMDAFHED                                                                 
>Php_XP_001778132                                                               
MRSFAQAAQTETEALPLRTVQIEGLVALKIVKHCKECMPALVTGQLLGLDIGSILEVTNCFPFPVCGEDEDELDTDGANY
QLEMMRCLREVNVDNNTVGWYQSTYMGSFQTVELIETFMNYQENIKRCVCIIYDPLRSSQGVLALKALKLAEGFMELYRT
QTFSGEKLREKNLTWKDIFEEIPVKICNSALVSSMMTELEPDVQATQCDFDRLVLSTNPFMEKNLEFLIECMDDLSMEQQ
KFQYYYRNLSRQQVQQQTWLQKRRTENAARRAAGEEPLPEEEPNNPIFKTLPEPSRLDSYLITNQISNYCSQVNGFAAQS
FSKLYLMDAFHDE                                                                   
>Php_XP_001775858                                                               
MDVISTSVGAGATGIENVVVHPLVLLSIVDNYNRVAKDTRKRVLGVLLGSTFRGRVDITNSYAVPFEEDDKDASIWFLDH
NYHETMFDMFKRINAKEHVVGWYSTGPKLRENDLDINELFRDYCPNPVLVIIDVQPRELGIPTKAYYAVEGVKVDATKKS
QKAFVHVASEIGAYEAEEIGVEHLLRDVKDATISTLATEVGGKLVALKGLEARLKEIHAYLELVVEGKLPLNHEILYHLQ
DVFNLLPNLNVHELVKSFAVKTNDMMLVIYLSSLIRSVIALHNLINNKILNKEHERIADAASASVSAITV          
>Php_XP_001775449                                                               
MEASTSSAMIARQTWEIENNIVATDSPAATSDSDAIFEYDEAAQSSIQQQKPWTRDPHYFKNVKISALALLKMVVHARSG
GTIEVMGLMQGKTDGDTIIIMDAFALPVEGTETRVNAQADAYEYMVQYSQTNKQVGRLENVVGWYHSHPGYGCWLSGIDV
STQMLNQTYQEPFLAVVIDPTRTVSAGKVEIGAFRTYPQGYKPPDEPPSEYQTIPLNKIEDFGVHYKQYYSLDITYFKSS
LDSHLLDLLWNKYWVNTLSSSPLLGNRDYVAGQVADLAEKLEQAESQLAHSGRMGGFFMPVQKKKEEESQLAKISRDSSK
ITVEQLHGLMSQVIKDTLFNSVMSSSNAPVAMSAETSIVATDSSGPEPMVEA                            
>Php_XP_001774785                                                               
MDSRLHRIFAGGNSSGGAHSDSPLVDSSEQVYISSLALLKMLKHDMLLAGVPMEVMGLMLVEFVDEYTVCVVNVFAMPQS
GTGVSVEAVDPGFQTKMLHMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVID
AFRLINLQTMMLGQEPRQTTSYVGHLNKPSIQALIHGLNRHYYSIGINYQKNELEEKMLLNLRKRSGLMDYVSTSCLEML
NLAIKYNKAVQGEDQLSPEKLAIANVGRQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVAF                    
>Php_XP_001772105                                                               
MDSRLNRIFAGSGGGGGPHPDSPLVDSSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDEYTVRVVDVFAMPQSGT
GVSVEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVIDAF
RLINPQTMMLGQEPRQTTSNVGHLNKPSIQALIHGLNRHYYSIGINYRKNELEEKMLLNLHKKKWTDGLTLQRYDEHGKT
NESTVKEMLDLAIKYNKAVQEEDQLSPEKLAIANVGRQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVVF           
>Php_XP_001771106                                                               
TTDPNLLSLLRQPSLPSGRAAVRTLPMVGHSNVQLRPSQVADPRPGPPRNSVSDFSVTKRRKNLHISSRMLEEFLRLADC
NTKNNLETCGVLTGFLKRGVLHITTLIIPKQKSTPDTCETLNEEELFDIQEQRGLFQLGWIHTHPKQSCFMSSVDLHTHY
SYQIMLPEAIAVVMAPTDTRRKCGIFRLSDPGVQVLQNCKGRGFHQHEEPLEGGPIYEDSSHVYWVNNVKYDIVDLR   
>Php_XP_001768223                                                               
MMDPQAPPTAPQQTAASAAADAEAHLEEKARKWHQLNSKRYGEKRKFGFVETQKEDMPPEHVRKIIRSWSFLQFFIICLF
DTLERRCLLFWDHGDMSSKKYRHDKRVYLGALKFVPHAVYKLLENMPMPWEQVRDVRVLYHITGAITFVDEIPWVVEPIF
LAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYADNLLDVDPLEPIQLELDEEEDAAVYEWFYDYKPLVKTKLIN



GPSYRRWHLSLPIMAALHRLAGQLLSDLIDRNYFYLFDMESFFTAKALNLCIPGGPKFEPLYRDMEKGDEDWNEFNDINK
LIIRSPLRTEYRIAFPHLYNNRPRKVKLCVYHTPMVMYIKSEDPDLPAFYFDPLIHPIAFYKTDKRGEKKGFQEEEDEDD
FVLPEGVEPLLQDVPQYTDTTAAGIALLFAPRPFNMRSGRMRRAEDIPLVSDWYKEHCPPTYPVKVRVSYQKLLKCYVLN
ELHHRPPKGQKKKYLFRSLRATKFFQTTELDWAEAGLQVCKQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKK
SRFGNAFHLCREILRLTKLVVDANIQFRLGNVDAYQLADGLQYTFSHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFN
TGPVGKGPGCGFWAPMWRVWLFFLRGVVPLLERWLGNLLARQFEGRHSKGVAKTVTKQRVESHFDLELRAAVMHDVLDAM
PEGIKQNKARTILQHLSEAWRCWKANIPWKVPGLPVPIENMILRYVKSKADWWTNVAHYNRERIRRGATVDKTVCRKNLG
RLTRLWLKAEQERQHNYLKDGPYVTPEEAVAIYTTTVHWLESRKFSPIPFPPLSYKHDTKLLILALERLKESYSVAVRLN
QQQREELGLIEQAYDNPHEALSRIKRHLLTQRAFKEVGIEFMDLYSHLIPVYEIEPLEKITDAYLDQYLWYEGDKRHLFP
NWIKPADSEPPPLLVYKWCQGINNLQDIWDTSEGQCVVMLQTKFEKFFDKIDLTMLNRLLRLVLDHNIADYVTAKNNVVL
SYKDMSHTNSYGLLQGLQFASFVVQYYGLVLDLLVLGLTRASEIAGPPQMPNEFITFWDVKVETRHPIRLYSRYIDKVHI
LFRFTHEEARDLIQRYLTEHPDPNNENIVGYNNKKCWPRDARMRLMKHDVNLGRSVFWDIKNRLPRSITTLEWENSFVSV
YSKDNPNLLFSMCGFEVRILPKIRMTQEAFGSKDGVWNLQNEQTKERTAMAYLRVDDEHLKVFENRVRQILMSSGSTTFT
KIVNKWNTALIGLMTYFREATVHTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVIFYTPKEIGGLGMLSMGHILIPQ
SDLRYSQQTDVGVTHFRSGMSHEDEQLIPNLYRYIQPWESEFIDSQRVWAEYALKRQEAQAQNRRLTLEDLEDSWDRGIP
RINTLFQKDRHTLAYDKGWRVRTDFKQYQVLKQNPFWWTHQRHDGKLWNLNNYRTDVIQALGGVEGILEHTLFKGTYFPT
WEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIF
RAHLWQKVHESVVMDLCQVLDQELDALEIETVQKETIHPRKSYKMNSSCADILLFAAYKWPMSKPSLVAEPKDVFDQKAS
NKYWIDVQLRWGDYDSHDIERYTRAKFLDYTTDNMSIYPAPTGVMIGLDLAYNLHAAFGNWFPGSKPLFAQAINKIMKAN
PALYVLRERVRKGLQLYSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQL
FLKVIHTSVWAGQKRLGQLAKWKTAEEVAALVRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACL
KIEKFGDLILKATEPQMVLFNIYDDWLKTISSYTAFSRLILILRALHVNNEKAKMLLKPDKTVVTEPHHIWPNLSDDQWM
KVEVALRDLILSDYAKKNNVNTSALTQSEIRDIILGAEITPPSQQRQQIAEIEKQAKEASQLTAVTTKTTNVHGDDLIVT
TTSPYEQAAFGSKTDWRVRAISATNLHLRVNHIYVNSDDIKESGYTYIMPKNVLKKFICIADLRTQIAGYLYGVSPPDNP
QVKEIRCIVMPPQWGTHQQVHLPANLPEHEFLNELEPLGWLHTQPNELPQLSPQDLTSHARVLENNKQWDGEKCIILTCS
FTPGSCSLTAYKLTPTGYEWGRANKDSGSNPHGYLPTHYEKVQMLLSDRFLGFYMVPDNGPWNYNFMGVKHSVGMKYGIK
LSIPREFYHEDHRPTHFLEFSNLEDNDAAEGDREDVFT                                          
>Php_XP_001764486                                                               
SSSSGLTFKLHPLLIVSISDHHTRIMAQIGDASCPPRVYGCVLGVLVGRTVGIFNSFELLYDLVAGELCREFLEVKHLQY
KKVFPKYDILGCYSTGSDVLDSYMHIHKAFMDIDESPVYVLLSPAINHAQKDLLISTFESELPVIDESPSLIFVNANYTI
EVRLFSVHQIPVDHVAHVKPSDGSSAATQ                                                   
>Php_XP_001763948                                                               
MEGTLTIAAKTKRVDVDNRLPLKYYYRTADNLLKQARVYRDEGNVIDYYILLVRFSSLVSETIPKHREYRLYPRELQDYI
RRFRDVITELEKLQPEVRKQLDLYNQRFLKPTAPSSQSLPSSYSTPSPFSSPSYVTPSYSWPSYDNKTLNTEGSYERSHS
FSGVNQDKACRIHLRSMSLNIPRPKEETLSRHSILGPRIKSSDDFSSFFTVQVQYPSHIDATPIELPSFFQDWNAPAQAP
TASTSVSSTVAALESLSDPALWSGSQSSVTVDVAPPVTLVRQPSPPPIAAPVQTVQAVLDTHDHSQSQLSPDLVADPRPG
SPQPLDDDLSKGPKRLHISTKMLNEFMRLSKANTTRNLETCGVLAGSLKKGVFYVCTLIVPKQEATSDSCQTINEEEIFD
AQDKRSLFQLGWIHTHPTQSCFMSSIDLHTHYSYQIMLPEAIAIVMAPTDNSRPYGIFRLSDPGGVKVIQQCQKRGFHPH
ENPPGGGPIYEWCNHVYMNPNLQFDVMDLRAQ                                                
>Php_XP_001762275                                                               
MALEGVKVTQEVWLTCVTHALSTETEEIMGLLLGDIQYTSKGGAVAFVWAAAPQTRLDRRKDRVETNPEQLAAATAQADR
MTAATGKTTRVIGWYHSHPHITVMPSHVDVRTQGMYQMLDPGFVGLIFSCFSEDSSKVGRIQAIAFQSRDGRSSRPVPVW
GTSSNANPPAATVPDFGGVLEGADPEMDLDMQLATKMNMEQHGSSAPLENLFAISDNKPSVSGASSDYVREDDAFTMQEA
LHLSTLDISDAQYIRKEVPLEILPGHSRMEAEHPLSSLVALQEILYAEEHAAYNQAMKQSTNDRGQLHPLAAIHHSSTYQ
ASLTKLLEYCLCPVSMSLWDRLQQNKLKLKLLKEEAAALQALYASRSPSQSSNSAKNPVRTVLPSVPAVSTDSRAIVRGT
GRERSSEREHAKDLITF                                                               
>Php_XP_001761139                                                               
MDSRLHRIFAGGGSGGGPHPDSPLVDSSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDEYTVRVVDVFAMPQSGT
GVSVEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVIDAF
RLINPQTMMLGQEPRQTTSNVGHLNKPSIQALIHGLNRHYYSIGINYRKNELEEKMLLNLHKKKWTDGLTLQRYDEHGKT
NEATVKEMLDLAIKYNKAVQEEDQLSPEKLAIVNVGRQDAKKHLEEHVSNLMSSNIVQTLGTMLDTVVF           
>Php_XP_001758955                                                               
MSSSSGLTFKLHPLVIVNISDHHTRSKAQTGRAGRPPRVYGCVLGVQTGRTVEIFNSFELRYDPVEELLDRAFLETKQEQ
YKKVFPKYDVLGWYSTGSDVQDSDMLIHKALMDINESPVYVLLNPTINHAQKDLPISIFESELHVIDEVPSLIFVNASYT
IETVEAERISVDHVAHIKPSDGSSAATQLAAHLTGMHSAIKMLNSRIRVLYHHLASIQKGDAEYEHSLLRQISSLVRRLP
AIDSPKFQDDFLMEYNDTLLMTYLATITKCSSTMNELVDKFNTAYDKQNRRGGRTTFI                      
>Php_XP_001758277                                                               
MPSGHTGVVAKLHPTVLFNICDSFIRRNDQQERVIGTLLGSISADGTVEIRNSYAVPHSEQADQVAVDIDYNRTMYELHQ
RVNPKEVVVGWYSTGSSLSPSDTLIHDFYGREVANPVLLIVDTAFAEEKVNIKVFVSTLLTLGERQLAAQFHEVQLDLRL
VEAERIGFDVLKKTMVEKLPNDLEGLEATIERLQEMIDRVFRYVDDVLEGQIEPDNSIGRFLADTMSAVPRISSDAFDKL
FNDSVQDLLLVLYLANLTKTQLTLAEKLNTAAQIL                                             
>Php_XP_001752249                                                               



MEASTSSAMVARQTWEIENNIVAMESPAAASDSDAIFEYDEASQSSIQQLKPWNRDPHFFKNVKISALALLKMVVHSRSG
GTIEVMGLMQGKTDGDTIIIMDAFALPVEGTETRVNAQADAYEYMVQYSQTNKQVGRLENVVGWYHSHPGYGCWLSGIDV
STQMLNQTYQEPFLAVVIDPTRTVSAGKVEIGAFRTYPQGYKPPDEPPSEYQTIPLNKIEDFGVHYKQYYSLDITYFKSS
LDSHLLDLLWNKYWVNTLSSSPLLANRDYVAGQVADLAEKLEQAESQLAHSGRMGGFFMPVQKKKEEESQLAKISRDSSK
ITVEQLHGLMSQVIKNTLFNVVTSSASASAAASAETPTSATDSSGPEPMVEA                            
>Crei_XP_001703268                                                              
MPIAWSRHRAAPGSVAVTPAAMPPSVKMEVKPEPNALAAGLAGITDPASMAALANLAAAGASMPGLAGALGATPGAMPGG
LPPMPGGGGVDGLGTGGETDDDDDERTKSGRRRRKDVGKQRQAGRAWTPEEETLFLKAMEAYGRDWKKGSELVGTRDHRA
IASHAQKYLIKLCLAGKPLPAAIARTGAGYTLSGAMLDPYSAAARSYGFKPELLLRLTHEELSVIGLLGGTWHPETKQLV
VIEAYPCRRAEGSDAATSVELDPTAQVEVQSLMEAKGQTCVGWYHSHPVFEPSPSQKDMDNQRNYQALFKTNVHGLEVVP
DQPLVDKLTSMLDTFRDDPGRVDFGELWRNYSYADNSVDGLPLTRLAKFRHSLQSRMRDADPTAVRQVLDTLCAEVSGLY
AQLAAAGVAGFQPPQEAGAEQLQPVDGGSETRYICHRYKYITGTPRPAYRRL                            
>Crei_XP_001702014                                                              
MSLERVEVTNEVLLAVLAHAHSTESEEVMGLLLGDVTDPVRGGGAVCRISLAFPQIRTDRRKDRVETSPEQMARCSAHAE
RLSRETGSRVRVVGWYHSHPHITVLPSHVDVRTQAMYQLLDPGFVGLIVSAFNRDAATEAATVQLTAFQALPDVDPQAAG
GLIRKEVRLAVTPAATPLERSFSDVLVVQRMLLMEENEVYKKALASALAASSRSSAVGSGAFPTPELVEVHHAGVYQAHM
ARLVQTALHPSLAALEALVAQQRQQEAQLTAEVAALEREVAAQVAAAASGRH                            
>Crei_XP_001699272                                                              
MEAIAPKPHKELVKTVQLEGQVLLKIIQHCTEALPQNVTGQLLGLDVGQQLEVTDCFAFPATVADDDSEAESAGANYQLE
MMRCLREVNVDNNTVGWYQSANMGTFQTVELIETFINYHENIKKCVCIIYDPQRSSRGSIALKAIRLKESFIELSKEQKL
TLKGFREANLSWRDIFVELPIRIRNSNLVQALVADLMPAPTATQADVERLNLSSAPFLERNIQSLLECVDDIVAEQQKVT
MYHKNVARQQQAYAVWLAKRRQENQQRQADNQEPLPEEDPNLFKPIPEPSMLDNYLVTNQIATYCDQVNVAAGETIQKLF
LMEGMQKAGL                                                                      
>Crei_XP_001698759                                                              
MEVDGTRQSASGLEWKLHPLVLINISDHHTRTRANTPGATAPGVPAPAVMGCLLGSQSGRSVDIRNSFEVRYAAGPDGTL
DIDITYLLKKQEQYKQVFKNLDVVGWYATGAAITEGHRLAHRKISEVVESPVFLLLDPAVDHTRKDLPVSLYETELHLSP
ETGAPGMVFVKSPYSIETSDAERIGVDQVGRGTGWVGCVGGGVCVCTLSAQLVSLHSAIKMLLERLRVIHGAMGKVAGAD
GAAAEAAYPHSLLRQVSSLVHSLPACNTDAFNREYLTEYNDTLLTLYLASMRRGTHAANEMVDKFCLAYDKAGR      
>Crei_XP_001698134                                                              
MSTVLLPSGSSVSVKVHPVVLFAICDAYTRRKEHQDRVIGTLLGVVVDNTIEVKNCYVVPHNESSDQVMVDVVHHKTMFE
LHQKVAPHEVIVGWFATGSELYNSDALIQEFYSKESQHPVHMVVDTTLRDEKFNISAYTSRTLALGDKQLATEFVEIPCE
TIFGDVERVGGAAAGSALLQEGRVGARQAAALVVDLTHRKASMARLAELVGRAAEYVEAVNSGKVTGDPAIGRYLADTLA
LVPHLARPDFERLFNESVQDNMMVTFLSDLLRAHVALAERLGTAALPIM                               
>Crei_XP_001697977                                                              
MPAGPDKVVLHPLVLLSVVDHYNRVAKDTKKRVVGVLLGELYKGQIDVTNSFALPFEEDDHDTSIWFLDHSYLEQMYKMF
KKVNAREKIVGWYSTGPKLRESDLDINELMRGFCESPVLVICEVQPKEVGLPFTAYYAVDEVRTDGTEKAKKVFNSLPTE
VGQTEAEEIGVEHLLRDVKDATLSSLAGDVSSKLMALKGLQGRLGEISEYLQLVLDGKLPTNHDVINIVQEIFNLLPNMN
VESLSKSLAVKSNDMMHVIYVASMVRSILALHKLIDNKEGRLWAEKEAAKKEKEKAEDKAKKEAKEKEEKEKADAKAKAD
GKAEDKDGKK                                                                      
>Crei_XP_001694818                                                              
MAGESSTARVRWELENNIAPAASEDTDALFKYDAAEQQLAQSCKPWAKDPHHYKHVRMSALALLKIAMHARSGGNLEVMG
ILQGKVVGDTFIVIDSFALPVEGTETRVNAQAEAYEYMVDFLDTNKAVHRPENAVGWYHSHPGYGCWLSGIDVNTQMMNQ
QYQEPWLAVVVDPMRTMAAGKVEIGAFRTYPKDYKPADEGPSEYQTIPLDKIEDFGVHAKSYYPLDITFFKSSTDSHLLD
LLWNKYWVATLSASPLISNREFAAGQIADVAEKLEQAESSLAHGARLGRWATGGLGRAGAESALARICRDTSKLAAEQIK
GLSTQV                                                                          
>Crei_XP_001689539                                                              
ELKKAAQLRDVHVSVALMEEFLHYARSNTARGIESCGILAGKLLAGDSTFAINTLIIPKQQGTTDTVQALNEEEIFEAQF
ERELYPMGWIHTHPTQTCFLSSVDVHTQCGYQTMLDEAVAIVMAPSDRSKRCGLFRLSTPGGLTLVQKCPLRGFHTHPPT
DTGQELYELCGHVFLNPRTKHEVLDLR                                                     
>Crei_XP_001689471                                                              
MAPVGGIPPPPMGQAPGGAPRPAGPPPVPVLSEELQQKLLEEKAKKWAQLNAKRYGDKRKFGFVEAPKEDMPPEHVRKII
RDHGDMSSRKFRHDKRVYLGALKFVPHAVFKLLENMPMPWEQVRHVKVIYHITGAITFVNEIPWVIEPVYLAQWGSMWIM
MRREKRDRRHFKRMRFPPFDDEEPPLDYASRNLLDVEPLEAIEMELDEEEDAAVYEWLYDHQPLKYTKFVNGPSYKRWKL
PLPVMAALYRLSGQLLTDFPDRNYFYLFEPQAFVTAKSLNMCIPGGPKFEPLFRDMDTRDEDWNEFNDINKLIIRSPIRT
EYKVAFPYLYNNRPRKVRLSVYHHPMSLYIKTEDPDLPAYYYDPLIHPIAAYRSAAGGRRAKVGGDDDEWALPSGVEPLL
GESPLYTDNTASGIALLWAPPPFNRRSGHTRRAFDVPLVNCWFQEHCPPTYPVKVRVSYQKLLKNYVLNLLHARPPKSVK
KKYLLRALKATKFFQSTELDWVEVGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCR
EILRLTKLVVDANVQFRLGNVDAYQLADGLQYIFAHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFNTGPVGKGPGVG
FWAPMWRVWLFFLRGIVPLLERWLGNLLARQFEGRQSKGIAKTVTKQRIESHFDLELRAAVMHDILDMMPEGVKQNKART
ILQHLSEAWRCWKANIPWKVPGLPAPVENMILRYVKQKADWWTNVAHYNRERIRRGATVDKTVCRKNLGRLTRLYLKAEQ
ERQHNYLKDGPYVTPEEAVAIYTTTVHWLESRKYSCIPFPPLNYKHDTKLLILALERLKEQYVVAVRLNSSQREELGLVE
QAYDNPHEALQRIKRHLLTQRSFKEVAIEFMDLYSHLIPVYEIEPLEKITDCYLDQYLWFEADNRHLFPCWVKPADSEPP



PLLVYKWCHGINNVTNVWDTNAGECVVMMQSEFEKMYDKIDLTLMNRLLRLIVDHNIADYITAKNNVVIAYKDMSHTNSY
GLIRGLQFASFIIQYYGLILDLLLLGLTRATEIAGPPQCPNEFLTYRDVKTETRHPIRLYSRYLNKVHIMFRFSAEEAKD
LIQRYLTEHPDPNNENIVGYNNKKCWPRDARMRLMKHDVNLGRAVFWDMKNRLPRSLTTFEWDNSFVSVYSRDNPNLLFS
MLGFEVRILPKIRMAAESFANKDGVWALQNVHTKERTAQAFLRVDDEGLKSFENRVRQVLMSSGSTTFTKIANKWNTALI
GLMTYYREAVLHTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVVFYSPKEVGGLGMLSMGHILIPQSDLRYSQQTDL
GVTHFRAGMSHEEDQLIPNLYRYIQPWESEFMDSERVWSEYALKKEEAKAQNRRLTLDDLDDSWDRGIPRINTLFQKDRH
TLAYDRGWRVRQEMKMFQITKMNPFWWTHQKHDGKLWNLNNYRTDVIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASG
FEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHES
VVMDLCQVFDQELDALEIETVQKETIHPRKSYKMNSSCADILLFAAYKWNMSKPSLMADTNDVYDQKPGNKYWVDVQLRW
GDYDSHDIERYTRAKFLDYTTDNMSIYPSPTGVMIGIDLAYNLHSAYGNWFPGIKPLVIQAMAKIMKSNPALYVLRERIR
KGLQLYSSEPTEPYLSSQNYGELFSNQTVWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWA
GQKRLSQLAKWKTAEEVAALVRSLPVEEQPKRIIVTRKGMLDPLEVHLLDFPNIVITGSELQLPFQAAIKLEKFGDLILK
ATEPQMVLFNIYDDWLKTISSYTAFSRLILILRALHVNPEKARMILRPDKSIVTQPHHVWPSLTDEQWIKVEVALKDLIL
ADYGKKNNVNTQALTQSEIRDIILGAEITPPSQQRQQIAEIEKQAREGGHMTAVTTKTTNVHGDDLIVTTTSPYEQAAFG
SKTEWRVRAISAANLHLRVNHIYVNSDDIRESGYTYVLPKNLLKKFICIADLRTQIAGYMYGVSPPDNAAVKEIRAIVMP
PQWGNHQLVNLPANLPEHDYLKDLEPLGWIHTQPNELPQMSPQDVVATAKMLEAHRSWDGERCVCVTVSFTPGSCSLTAY
KLTPGGYEWGRSNKDVAANPQGYKPDFYEKSQLLLSDRFMGFYMVPDAGSWNYNFMGVKHSPAMRYGLKLANPREFYHEV
HRPTHFLEFSTLEDADPGVDVENHFA                                                      
>Crei_XP_001689423                                                              
MARHRSPAAAGPPTDTPQVDTAEQIYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVVDVFAMPQSGTGVSVEA
VDPVFQTKMLDMLKQVGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNNRAVAVVVDPVQSVKGKVVIDAFRLISPQ
TMMLGQEPRQTTSNLGHLNKPSIQALIHGLNRHYYSIAINYRKNELEERMLLNLSKRGWTSGLRLADFAQHSESNEKVIK
ELKGLAERYDKAVIEEQELSPEARIVAGAGKMDAKKHLAAQVSSVMATNIAQSMGTMLDTVVF                 
>Vcar_XP_002956689                                                              
MWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYADNLLDVEPLEAIEMELDEDEDAAVYEWLYDHQPLKYTKFVNGPSYKK
WKLPLPVMATLYRLAGQLLTDFPDRNYFYLFEPQAFITAKSLNMCIPGGPKFEPLFRDMDTRDEDWNEFNDINKLIIRSP
IRTEYKVAFPYLYNNRPRKVRLSVYHHPMSMYIKTEDPDLPAYYYDPLIHPIAAYRSATGGRRAQIEQEVGGEDDEWALP
DGVEPLLCEQPLYTDNTASGIALLWAPKPFNQRSGHTRRAFDVPLVNNWFQEHCPPSYPVKVRVSYQKLLKNYVLNILHH
RPPKSVKKKYLLRALKATKFFQSTELDWVEVGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFG
NAFHLCREILRLTKLVVDANVQFRLGNVDAYQLADGLQYIFSHVGQLTGMYRYKYRLMRQIRVCKDLKHLIYYRFNTGPV
GKGPGVGFWAPMWRVWLFFLRGIVPLLERWLGNLLARQFEGRQSKGIAKTVTKQRIESHFDLELRAAVMHDILDMMPEGV
KQNKARTILQHLSEAWRCWKANIPWKVPGLPAPVENMILRYVKQKADWWTNVAHYNRERIRRGATVDKTVCRKNLGRLTR
LYLKAEQERQHNYLKDGPYVTPEEAVAIYTTTVHWLESRKYSCIPFPPLNYKHDTKLLILALERLKEQYVVAVRLNSQQR
EELGLVEQAYDNPHEALQRIKRHLLTQRSFKEVAIEFMDLYSHLIPVYEVEPLEKITDCYLDQYLWFEADNRHLFPNWVK
PADTEPPPLLVYKWCHGINNVTNVWDTTNGECVVMMQSEFEKMYDKIDLTLMNRLLRLIVDHNIADYITAKNNVVIAYKD
MSHTNSYGLIRGLQFASFIIQYYGLILDLLLLGLTRASEIAGPPQCPNEFLTFRDVKTETRHPIRLYSRYLNRVHILFRF
TAEEAKDLIQRYLTEHPDPNNENIVGYNNKKCWPRDARMRLMKHDVNLGRAVFWDMKNRLPRSLTTFEWDNSFVSVYSRD
NPNLLFSMAGFEVRILPKIRMAAESFANKDGVWALQNVHTKERTAQAFLRVDDEGLKAFENRVRQVLMSSGSTTFTKIAN
KWNTALIGLMTYYREAVLHTQELLDLLVKCENKIQTRIKIGLNSKMPSRFPPVVFYSPKEVGGLGMLSMGHILIPQSDLR
YSQQTDLGVTHFRAGMSHEEDQLIPNLYRYIQPWESEFMDSERVWSEYALKKEEAKAQNRRLTLDDLDDSWDRGIPRINT
LFQKDRHTLAYDRGWRVRQEMKQFQITKMNPFWWTHQKHDGKLWNLNNYRTDVIQALGGVEGILEHTLFKGTYFPTWEGL
FWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHL
WQKIHESVVMDLCQVFDQELDALEIETVQKETIHPRKSYKMNSSCADILLFAAYKWNMSKPSLMADTNDVYDQKPSNKYW
VDVQLRWGDYDSHDIERYTRAKFLDYTTDNMSIYPSPTGVMIGIDLAYNLHSAYGNWFPGIKPLVVQAMAKIMKSNPALY
VLRERIRKAMERLRHASQNYGELFSNQTVWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWA
GQKRLSQLAKWKTAEEVAALVRSLPVEEQPKRIIVTRKGMLDPLEVHLLDFPNIVITGSELQLPFQAAIKLEKFGDLILK
ATEPQMVLFNIYDDWLKTISSYTAFSRLILILRALHVNPEKARVILRPDKSIVTQPHHVWPSLTDEQWIKVEVALKDLIL
ADYGKKNNVNTQALTQSEIRDIILGAEITPPSQQRQQIAEIEKQAREGGHMTAVTTKTTNVHGDDLIVTTTSPYEQAAFG
SKTEWRVRAISAANLHLRVNHIYVNSDDIRETGYTYVLPKNLLKKFICIADLRTQIAGYMYGVSPPDNSQVKEVRCIVVA
PQWGNHQIVNLPANLPEHDYLKDLEPLGWIHTQPNELPQMAPQDVIAHAKMLEAHRSWDGERCVLVTVSFTPGSCSLTAY
KLTPGGYEWGRSSKDISANPQGYKPDFYEKVQLLLSDRFMGFYMVPDTGSWNYNFMGVKHSPSMKYGLKLANPKEFYHEI
HRPTHFLEFSTLEDADPGVDVENHFA                                                      
>Vcar_XP_002956667                                                              
MPPPPPTDISSTPAPATGPASGGPKELRKRAQLRDVHVSVALMEEFLAYARSNTSRGIESCGILAGRLLAGDSTFAITTL
IIPKQEGTTDTVTALNEEEVFEAQFSRELYPLGWIHTHPTQTCFLSSVDVHTQCGYQTMLDEAVAIVMAPSDVSKKCGIF
RLSTPGGLGLVQKCPQRGFHVHPPTDTGQELYELCSHVFLNPRTHHEVLDLR                            
>Vcar_XP_002955555                                                              
MPAGPEKVVLHPLVLLSVVDHYSRVAKDTKKRVVGVLLGELYKGTVDVTNSFALPFEEDDHDPSIWFLDHSYLEQMYKMF
KKVNAREKIVGWYSTGPKLREADLDINELIRQFCDHPVLVICEVQPKEVGLPFTAYHSVDEVRTDGTEKAKKVFNSLPTQ
VGQTEAEEIGVEHLLRDVKDATLSSLAGDVSSKLLALKGLQSRLAEISEYLGLVIDGKLPVNHDIINLVQEIFNLLPNMN
VESLSKSLAVKSNDMMHVIYIASLVRSILALHKLIDNKEQRLWQEREAAKKEKEKAEEKAKKEKDSKEAKDGGSGKEGEA
AKDGSSKGAEAIGKK                                                                 



>Vcar_XP_002955275                                                              
MDDLRMFAGMRGAVAAGRQTDTVQVDTAEQIYISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVRVVDVFAMPQSGT
GVSVEAVDPVFQTKMLDMLKQVGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNSRAVAVVVDPVQSVKGKVVIDAF
RLVGPQTMMLGQEPRQTTSNLGHLNKPSIQALIHGLNRHYYSITINYRKNELEERMLLNLSKQGWTAGLRLADFSVHSDA
NEKVVKELKSLAERYDKAVIEEQELSPEARVVAGAGKMDAKKHLSAQVSAVMASNIAQSMGTMLDTVVF           
>Vcar_XP_002955027                                                              
MWGKMADGPRYLLSPSSFGPTYFELSIPNRVIFGDDGGGTAADGDDEYDCEGPARHNNDFGNDSDGFPLRLRLWRSKLHR
IEREDCKQVQGEGLQEKLKQGPAAVPYDVFVRMSLDRVEVTQEVLLAVLSHAHSTEAEEVMGLLLGDITDDSSTGGAVVC
RVSLAFPQIRTDRRKDRVETSPEQMARCSAHAERLSRETGLRTRVVGWYHSHPHITVLPSHVDVRTQAMYQLLDPGFVGL
IVSTFNRDAASQTSTVQLLTFPSLFAHMLINRLSFMPTQRQLTAFQSLPDGAIVPVAGGVGAGAGNSDGSSSSSGGGLVR
SIVHSPTGPLVRKEVRVSVVPSVTSLERSFSDLLVVQKILLMEENELTEVHHAGVYQAHLVRLVETSLRPALVSVAALVA
QQRAQEQQLRAQLSDADKALLRFIFSGNTSFWSKPAVAIRIGFGTAPWRCVNRCQTQYFPTLADCAPDCTSQVYCTATGT
VPAYSWSIPCCALSLFDQTSAYDTFPAPAQPWCSTYPPWYFEDVYFSDSFTTNAVLPDRSGPNGTTFDL           
>Vcar_XP_002952633                                                              
MGEASTAKARWELENNIQPTTSEDVDALFKYDAAEQQLAQSCRPWAKDPHHYKHVRMSALALLKIAMHARSGGNLEVMGI
LQGKVQGDTFIVIDSFALPVEGTETRVNAQAEAYEYMVDFLDTNKSVHRLENAVGWYHSHPGYGCWLSGIDVTTQMTNQQ
FQEPWLAVVVDPMRTMAAGKVEIGAFRTYPKDYKPADEGPSEYQTIPLDKIEDFGVHARSYYPLDITFFKSSTDSHLLDL
LWNKYWVNTLSASPLISNRNFAVGQVADVAEKLEQAESGLTHGGRFSRWAGGGGGGGGGGSGADESALAKICRDTSKLAS
EQIKGLSTQVIKHALFNCRLAAPAPAAPAATAAAVAPVPMET                                      
>Vcar_XP_002952355                                                              
MTRACAFEGSAPRQHKELVKTVQLEGQVLLKIIQHCSEALPQLVTGQLLGLDVGQQLEVTDCFAFPAAVADDDAEAESAG
ANYQLEMMRCLREVNVDNNTVGWYQSANMGTFQTLELIETFINYHENIKKCVCIIYDPQRSSRGNLALKAVRLKESFIEL
SKEQKLTLKGFREAGLSWRDIFVELPIKVRNSNLVQALVADLIPAPTATQADVDKLNLSVAPFLERNIQSLVECVDDIVQ
EQQKVTMYHKTVARQQQLYSAWLVKRRQENTQRLQDNLEALPEEDPTLFKPIPEPSMLDNYLVTNQIATYCDQINIAASE
AIQKLFLMESMQKAGL                                                                
>Vcar_XP_002950817                                                              
MAATVLLPSGSNVSVKVHPVVLFSICDAYTRRKENQDRVIGTLLGVVADNVIEVKNCYVVPHNESSEQVMVDVVHHKTMF
ELHQKVAPHESIVGWFATGSDLYNSDALIQEFYSKESTHPVHMVVDTTLKDEKFSVQAYTSRVLALGDKVLATEFIEIPC
DTIVGDIERVGAELMLTGFNDPSPDGRQKETANKSFSDETETLAASMARLADLVAKASDYVDGVMSGKVVGDPAVGRYLA
DTVALVPHLARPDFERIFNESVQDSMVVTYLSDLLRAHVGLAERLGTAALPIM                           
>Vcar_XP_002947711                                                              
MDTDTGTRQSTSGLEWKLHPLVLINISDHHTRTKANTSGASTPGVPLPAVMGCLLGSQSGRTVDIRNSFEVRYTIVADGS
VEVDIAFLLKKQEQYKQVFKTLDVVGWYATGSAATDAHMQCHRKISEVVEGPVFLLLDPAVDHSRKDLPVALYETELHLS
PGSGAPGLVFVRAPYTIETSDAERIGVDQVARILPSGRATGSEQLSAQLASMHSAIKMLLERLRLIHGALGKLAMDPAAG
VEGPGPGNLAAVPYPQSLLRQVSSLVNSLPACDTEAFSREYLTEYNDTLLTLYLAAMTRGTHIANEVVDKFCLAYDKAGW
RRGI                                                                            
>Vcar_XP_002946677                                                              
MHMDTSADEAIARALGAEYYGAGDPDYAADAAYIDDSEDSDYGGGPRKRKRKVGGGGRGRGRGRPPGSGAAARHDTPVPA
AAAAAGSAGDPSDGDGDSDDEGDDRTKSGRRRRKDVGKQRQAGRAWSSEEEAMFLRAMELHGRDWKRGSELVGTRDHRAI
ASHAQKYFIKLCLAGKPLPMAVARTGLGYTLSGAMLDPYSAAARSYGFKPELLTRLSPEELQQALSGLDLDRLPVMYGGR
LPDDQAPPPPPPRSTSAGGGLMGDEMGLTSESLQLVKPQEFMGLPGSGAPRSQPYTVDMSTWALMAMDFHAHLSSYEVIG
LLGGTWNPETRQLVVIEAYACRRAEGSDAATSVELDPESQVEVQSMMEAKGQQCVGWYHSHPVFEPSPSQKDMDNQRNYQ
ALFRCETTKLEPFIGIIVGPYDLALPQPISIITTFVVQSFKGSLVPYSVRCQLHGYEVVPDSPMMSKLLAMLDTFRDDPG
RVDLGQLWRGYSYIMADGSVDAVPLTRLAKLRHSLSTYMREADPAAVRQVLDLLCSELANRWGVNLATALAAGDGAATGP
AAALGLPPPDANGVAAASAASDGPPPGGSMLGLLLEDGDAAPPPPPPPPPAADVLGLTAGAAVVAAAPQQIGTGGLFQAM
LQDDDDDDGGHNNAPQLSPAAAAAAVVAAGPLTAAGPGQGLLAQLEEVVYEGTTALAESGLGAPPNQEPQHHHHHQQHGQ
QQQDYQQHCATTGPVYDQAVGGYGQQQGGSPLYSQGLRAAEIGHAVGSTEAAG                           
>Cvar_EFN59518                                                                  
MSRAENAISNAQARWELENDVLAAGPSDLDSLYSFDAEEQKAIQASKPWARDPHYFKRVRISALALLKMAMHAKSGGNIE
VMGVMQGKIQGNEFIVIDTFALPVEGTETRVNAQAEAYEYMVDFLETNKASGRLENIVGWYHSHPGYGCWLSGIDVGTQS
TNQKYQEPFLAIVVDPHRTVAAGKVEIGAFRTFPEGYKPPEEGPGEYQTIPLDKIEDFGVHCKEYYSLDISFFKSSLDSH
LLDLLWNKYWVNALSSNPLLNTRDLFAGQLADIGKKLEAVESQVSSSGRLGRFMTGPSSKKEDGKLEAVVRDTARVAAEQ
IKGLSTQVIKELLFNRRCGCSGQHAAGAASGAAAAAAGGGGAMPMESG                                
>Cvar_EFN55124                                                                  
MAPTPLTLAVGPTENSVRVHPVVLFTITDAFLRRKEEQERVIGTLLGTIADGVVEVKNCYAVPHSESHDQVALDVQHHHT
MAALQHRVNSREQIVGWFSTGDPDASRSRDALIHSFYGNECPNPVHLALDTSGQGGTMSVRAFVSCALSIGGRELAREFS
EVDCEVRSTEAERVGVDLLSTELQEKLPGDMEGLADSFERLQQSLQQAQDYVDAVVAGKRKGNTAIGRYLAETVAAVPHF
GREEFERMLTDQQNDCTLVLFLSKLIQAHLALADKLGTMQLPLL                                    
>Cvar_EFN54384                                                                  
DQVVVHPLVLLSVVDHYNRVAKDTKKRVVGLILGESYKGRIDATNSFAVPFEEDDKDPSIWFLDHSYLENMFRMFKKVNA
RERIVGWYHTGPRLREADIDINQLIARYCDNPLLIICEVQPKDMGLPVHAYLARDEVREDGTEKSKQVFVNLPTEVGATE
AEEIGVEHLLRDVKDAAVSTLSSEVGDMVTGLRGLKSRLLEIREYLEAVAGGRLPVNHDIMRNLQDIFNLLPNLNVAELS



RSFAVESNDMMLVLYLASLIRSVLALHDLIDNKTARMAIEK                                       
>Cvar_EFN53852                                                                  
MDRLQRMLGAGGMGGPGAGVGDAPQQDTSEQIYISSLALLKMLKHGRAGVPLEVMGLMLGEFVDEYTVKVVDVFAMPQSG
TGVSVEAVDPVFQTKMLDMLKQVGRPEMVVGWYHSHPGFGCWLSGVDVNTQQSFEALNQRAVAVVVDPIQSVKGKVVIDA
FRCISPQTMMLGQEPRQTTSNVGHLNKPSIQALIHGLNRHYYSIAINYRKTPLEERMLGNLQKHTWTKGLTLRNFEDHSK
QNEKMVAEIKELSSKYDKAVVEEEDIPLEQRAVARAGKMDAKKRLEGDVQALMSANIVQCMGSMLDTIVF          
>Cvar_EFN52982                                                                  
MQVDHQEHRASLSGLQFQLHPLVLINISDHHTRTRANAGCGAGEEFRVMGCLLGSQSGRTVDISNSFEMRYLESSAVDID
HAFLLKKMEQYKQTFPQQDVVGWYATGADTTDADMYIQRKLMEINESPIFLRLDPRCDPGQKDLPVYLYESELHVLDGVP
SFIFVQAKYTIETSEAERIGVDQVAKILPTGGTATGATQLSAHMTSMHSAIKMLISRVELLHQLLLKMQSGEVPFDHQLV
RQAAGLIKRLPAVDSQQFGQDYTTEHNDTLLAILLAAVTKGTASCNEIVDKCNLAFDRVSLKGSGRKGGGMGSTIGLPMG
MLGGLGSDFL                                                                      
>Cvar_EFN52246                                                                  
MQSGQQAQQPVSMDVEEKARKWHQLNHRRYADKRKFGYVQAEKEQMPPEHVRLIIRDHGDMSSRKYRHDKRVYLGALKFV
PHAIYKLLENMPMPWEQVRHVNTLYHVTGAISFVDEIPLVIEPVYLAQWGSMWIMMRREKRDRRHFKRMRFPPFDDEEPP
LDYADNILDVDPLEAIELELDEEEDAPVFRWFYENKPLQYSKMVNGPSYKRWKLPLPVMATLYRLAGQLLSDLIDRNYFY
LFDVNSFITAKSLNMCIPGGPKFEPLFRDMDTRDEDWNEFNDINKLIIRTPIRTEYKVGFPYLYNNRPRKVRLGVYHHPM
VMYIKAEDPDLPAFYYDPLIHPIAAYKTDRKGRLPEEEEEEGEDDFVLPEGVEPFLSSAPLYTDTTAAGISLLWAPRPFN
LRSGRMRRACDVPLVNPWFMEHCPTTYPVKVRVSYQKLLKNYVLNQLHHRPPKNQKKRSLFKSLAATKFFQRTELDWVEV
GLQVCRQGYNMLNLLIHRKHLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLVVDANVQFRLGNVDAF
QLADGLQYTFSHVGQLTGMYRYKYKLMRQVRMCKDLKHLIYYRFNTGPVGKGPGVGFWAPAWRVWLFFLRGIVPLLERWL
GNLLARQFEGRQSKGIAKTVTKQRIESHFDLELRAAVMHDILDMMPEGVKQNKAKTILQHLSEAWRCWKANIPWKVPGLP
APIENMILRYVKMKADWWTNVAHYNRERIRRGATVDKTVCRKNLGRLTRLYLKAEQERQHNYLKDGPYVTPEEAVAIYTT
TVHWLESRKFAPIPFPPLSYKHDTKLLILALERLKEQYTVAVRLNQQQREELGLIEQAYDNPHEALSRIKRHLLTQRSFK
EVAIEFFDLYSHLVPVYEIEPLEKITDCYLDQYLWYESDKRHLFPNWIKPGDSEPPPLLVYKWCQGINNLTDVWDTSAGE
CVVMMQSTMEKLWEKVDLTLLNRLLRLIVDHNIADYMTSKNNIVISYKDMAHTNSYGIIRGLQFASFITQYYGLVLDLLL
LGLTRGSEIAGAPNLPNEFLTFRDARTEARHPIRLYQRYTNKVHILFRFAAEEAKDLIQRYLTEHPDPNNENIVGYNNKK
CWPRDARMRLMKHDVNLGRAVFWDMKNRLPRSLSTFDWDNSFVSVYSKDNPNLLFSMSGFEVMGGVRILPKVRMAAEGLA
HKDGVWSLQNEVTKERTAQAFLRVDDEGLKAFENRVRQVLMSSGSTTFTKIANKWNTALIGLMTYYREATVHTQELLDLL
VKCENKIQTRIKIGLNSKMPSRFPPVVFYSPKEIGGLGMLSMGHILIPQSDLRYSQQTDLGVTHFRAGMTHDEDQLIPNL
YRYIQPWESEFIDSQRVWAEYALKRQEALAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRIRQEFKQYQQA
RVNPFWWTHQRHDGKLWNLNNYRTDVIQALGGVEGVLEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQ
IPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKVHESLVMDLCQVFDQELDALEIET
VQKETIHPRKSYKMNSSCADILLFAAYKWPMSKPSLMADTNDVFDQKPSNKYWVDVQLRWGDYDSHDVERYTRAKFLDYT
TDNMSIYPSPTGVMVGIDLAYNLHSSFGNWFPGAKPLIIQALAKIMKCNPAMYVLRERVRKALQLYSSEPTEPYLSSQNY
GELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLSQLAKWKTAEEVAAL
IRSLPVEEQPKRIICSRKAALKIEKFGDLILKATEPQMLLFNLYDDWLKTISSYTAFSRLVLILRALHVNVDKARMVLKP
DKTIVTEPHHIWPSLTDEQWIKVEIALKDLILADYAKKNNVNVAALTQSEIRDIILGAEITPPSQQRQQIAEIEKQAREG
GQMTALTTKTTNVHGDDLIVTTTSPYEQAAFGSKTDWRVRAISAANLHLRVNHIYVNSDDIRDSGYTYVMPKNLLKKFIT
VADLRTQIAGLLYGVSPPDNPQVKEVRCIVMPPQWGNHQLVNLPGALPEHDYLADLEPLGWLHTQPNETPQMAPQDVTAH
AKMLETHKSWDGERCILITCSFTPGSVSLTAYKLTPAGYEWGRQNKDTSANPGKHGVGVVGYSPTHYEKVQMLLSDRFMG
WFMVPDVGSWNFAFSGVKWSVGMKYGLRLANPKAFFDEAHRAHHFLEFNAMEEGAVEADVPDHFS               
>Cvar_EFN58695                                                                  
MRDVHVSVALMDEFMRYAVSNTRRGIESCGILAGTLSADDAVFNITTLIVPKQTGTTDTVEMLNEEEIFEVQDSRALYPL
GWIHTHPTQTCFLSSVDVHTHCGFQTMLDEAVAIVMAPKDPSKRVGIFRLSTPGGLKLVQRCPQRGFHAHPPTETGQPIY
ELCGHVYLNPRAKYEVVDLR                                                            
>Cvar_EFN57719                                                                  
MATDDDAEIARLLAVENPEQYYEYDFGNEEDDPDDGDDPDYGAGKKGGRKGKKKKAAEAGGLASAATGFDPATTAAAAAY
ALPAVTATGPAAAGAAPATAEAQHGMMVNGVTAMPGAALPGVMPGASMQIMLQQQALAAALAAGGGAGMTGLQIALPPGV
SLEQASMMGLPIMALPVQLPQAGGGIADAPGSTATAATLPMAPGSTAAVLPRVGGVGGMPAAAAAVAKPAAGAGAGGGKS
SDGDEFTATGRRKRKDTGKQRQQSRSWTDEEERLFLEALQLYGRDWKRCAEHVGTRDHRAFTSHAQKHFIKLLLRGEEVP
PKVAETGRGYTLSGKSLDPNSAAARAYGLKPDLFTRIAGTGKLVVGVHVTTLDMSDGPPPQIQRSRGGKSPLGGGGGGGG
KRQRRGKSSGERFGSEYETEEEDEDAFLASAIQGEVAEAAEPTEYVRNRPRRQVGRRMQLGETTESTDLTHLDSFVGPPG
TGAPMAQPFQVTIDRQAVLVMDFHAHLSRCEIIGLLGGAFDAERRMLEIREAYPCRRAEGQASGTSVELCAESQVEVSGL
MEERGQVPVGWYHSHPVFEPRPSQKDNENQRNYQALCRDAATGLEPWVGAIVGPYDQGLESASSQMQLWVVKMHNGELRP
FSIRALTTGGDTMPTQHTEQAVAMALDQLDGDVGRVDLSEQWRPYSRLSMQQPEGPPLTKIQKLRESLAAHLPAAEHPAE
QQAAAMPKLDDPEGYDLPSRQQFSMAVPGMLKQE                                              
>Cvar_EFN54737                                                                  
MAAKDAKQTKLPLKVVQLEGQVVLKIAKHCRESDASLRDSEATVTGQLLGLDVGSTLEITDCFPYPGNAGEEEQEAVGEG
ESYQLEMMRCMREVNADNNTVGWYQSTISGSFQVVEIIETFVSYMESLDRCVCIVYDITAAAGGALGLKAIRLSEAFVEA
YREGSLTIEKIRAKGLSWRDMFVEIPITVHNSTMAAALAAEIAPSSAATTLDCERLNLGVAPLLEKNLEYLNDCLDDLMV
EQGKLSMHQNQLRRQQQAIAQFKMQRRQENMARRAAGEEPLSEEPPEGMFKPVAEPNQLDNMLLSNQMASYCQHINSATQ



QALSKLTLMEGLQNAF                                                                
>Otau_XP_003082158                                                              
XXAGVEVEIDLVCIPEIAETLEKLGERVVGWYHSHPVFATQPSMRDIENQNIYQEMFASLKTSRSSARLSARTTYETHRQ
LATCACFTAVDIDGEPPPRSSPLRSQLAYRFRFGSGDAEPLAPVDLNVTPVLLTEHWRDGATRLEKSWKTEQRDAYAGGV
TKYLKTSWGITN                                                                    
>Otau_XP_003080181                                                              
MSAGMPGAAPAAGDAAQVDTAEQVYISSLALLKMLKHDLASSRARTTRLTGSDTNTGRAGVPMEVMGLMLGQFVDDYTVK
VVDVFAMPQSGTGVSVEAVDPVFQTKMLDMLKQTGREEMVVGWYHSHPGFGCWLSGVDINTQQSFEQLNPRLVAVVIDPV
QSVRGKVVIDAFRLINPQTIMLGQEPRQTTSNLGHLNKPSISALIHGLNRHYYSIGISYAKSVLEEKMLLNLNKSNWSAG
LKVNKFDDTETENEKVVLELKELATKYEKAVVEEDKLTAQELIVKNVGQQDPKKHLSAKVEKLMSDNIVQTLGVMLDTIC
F                                                                               
>Otau_XP_003080028                                                              
METPSATPSEVAVHPLVLLSVVDHFGRCDEGDEASKRVVGVLLGEQRRGRIDVTSSFAVPFEEEDDASGIWFLDHVYLEN
MYRMSRKISAKEKIVGWYSTGPKLRDNDIDIHELFYAYAQEPVMVIVDVRAENANIPTSAFAAQIEVKEDGTEKQQKTFV
HVPNSIQAFEAEEIGVEHLLRDVKDNTCTPAIRDGTLPVNHEIMGTFRMRVRPRGSTSRQRLDARRVSELVDPSRDRSAR
LDQQQGTKSRARTRVRRRRRYRGCRQGEQGERERKISGRRPEDDRRKVTSTSVVVIVRSSTRLAISFSHVRPKRRLARRR
IAIIQICSFDASGFIRALRLTRRLASSHTRSLRARAAQATVSRRPSERALGAPSRDTGEMRAKNTAAAARKPTERRKSDA
VDDDDASRPIASSAKNTKAKSSKKTNDASKSNDVGMEKDGHVEFAQAEALTGRRRTLEAKKKKSSGGFESMEILPEVFRA
VKRKGYRVPTPIQRKAIPPALEGRDVVAMARTGSGKTAAFLIPVLSKLRTHSFESGCTVRGTFAFAKELSKFTNLRVAAL
VGGDSMEAQFADLSNNPDIIVATPGRLLHHVEEVKAFTLRTVCHVVLDERIGYWRWVSGSTLLFSATLPSALAEFVRVGL
REPEVVRLDAEMKISTDLKMSFILMRNDEKVAALLYMLREVIPKGQQTVVFASTRHHVEWLHNLLEFEGVRVSSIYGSMD
MMARKMALSKFRAKKADVLMVTDVAARGIDIPLLDNVINYDFPSKGKLFVHRVGRVARAGRTGNAHSFLVKEELGFLVDL
HLFLGRKIAAASKLPPNSTEEAAEIARAADESATSIIGTCPLGALDMTVDRLRELMKERDELEGMERAASNAYKLYQKTR
GAASSESMSRAQPLIHAGPHPLLCASGGVDATTQELAQITASIRAYRPQATVLEAEVASATKVNGSMRLTETSRAMQQKR
LKDEKFIKAKREGKTIKGRALRPLGEDDPILNQEGLDNDVNDGGADYEAMAAPAEDAFNTGKFRDQDFFLDNAPRAVNHT
ELGLSTREGAYGALEDATMDLVEEDGAGISRQKKLYHWDARKKRYVHIRSDEIDLKRGGKRIKNEAGQRVSAVEAGATYK
KWVAKTHKSITATGSMEDESTASQQVGTPRAPSKQKRRASSELAPAKTNSKMRIRFEKSAKRTRRRNKECPADEVAADEV
AADEVAADEVAADEWRARRRTG                                                          
>Otau_XP_003079540                                                              
MDPPGPDDPATARASASDELFVFDDTAQRLVAEQKPWTRDPHYFKKYVDERVDALISFARPECDAHASVKISALALMKMT
QHCERGGEIEVMGTLLGQTRGDAFVVTDAFELPVEGTETRVNAQAEAYEYMVEHVGAMKRTGRGENVVGWYHSHPGYGCW
LSGIDVNTQMLNQRYNEPFMAIVIDPTRTCAQGKVEIGAFRTFPDGYAPPDEASTSKQQTIPLSKVEDFGVHANKYYSLD
VSFFKSSLDARSLNPLKEQYWVNPLSSAPFLNNRRLVAGQVWDIQSKIASAEQALKRGGPTGAMPRAAADAPESPIAAAT
RDAVALAVEQSKGFTAHAVKSALFDAARAVDAIKSLDQMQID                                      
>Mpus_Micpu210656                                                               
MADPEAHEAMLEEKARKWQQLNAKRYGTSRKFGYSEPKKEEMPPEHVRKIVKDHGDMSSRKFRHDKRVYLGALKYVPHAV
YKLLENMPMPWEQVRHCEVIYHITGAITFVNETPKVIEPLYIAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYA
DNLLDVDPLEAIELELDEDEDGAVTEWFYDHNPLKWTKFVNGTSYRKWQLPLPVMATLYRLAGQLLSDLTDPNYFYLFEK
KSFFTAKALNMCIPGGPKYEPLFRDMDKADEDWNEFNDINKLIIRSALRTEYKVAFPYLYNNRPRKVAVPPYHTPMVMYI
KTEDPDLPAFYYDPLIHPIAHYKSEGSARSAAMEGVGDDEEDDFVLPEGCDAFIAEAELYSDNTMNGIALVFSPRPFNMR
SGKTRRTIDVPLVNGWFHEHCPPGYPVKVRVSYQKLLKCYVLNQLHKRPPKGLKRKSLFKALKKTKFFQCTELDWVEAGL
QVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLVVDSQVQFRLGNVDAFQL
ADGLQYIFSHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFNTGPVGKGPGVGFWAPMWRVWLFFLRGIVPLLERWLGN
LLARQFEGRHSKGVAKTVTKQRIESHFDLELRAAVMHDILDMMPEGVKANKAKTILQHLSEAWRCWKANIPWKVPGLPAP
IENMILRYVKSKADWWTNVAHYNRERIRRGATVDKTVCRKNLGRLTRLWLKAEQERQHNYLKDGPYVTPEEAVAIYTTTV
HWLESRKFSPIPFPPLSYKHDRKLLILALERLKENYSISARLNQAQREELGLIEQAFDNPHEALSRIKRHLLTQRAFKEV
GIEFMDLYSHLIPVYEIEPLEKITDAYLDQYIWYESDKRHLFPNWIKPADTEPPPLLVYKWCQGINNLTDVWDTDEGECV
VMLQTRFERMFEKVDLTMLNRLMRLIVDHNIADYITAKNNVVISYKDMSHTNSYGLIRGLQFASFVSQYYGLVLDLLVLG
LTRASEIAGPPQMPNEFISYRDVRTETRHPIRLYSRYIDKIHMLFRFTAEEAKDLIQRYLTEHPDPNNENLVGYNNKKCW
PRDARMRLMKHDVNLGRAVFWDIRNRLPRSLTTLEWDNGFVSVYSRDNPNLLFNMCGFEVRIMPKVRMATEYFAQKDGVW
NLQNEQTKERTAQAFLRVDDEALKQFENRVRQVLMSSGATTFTKIANKWNTALIGLMTYYRESVVHTQELLDLLVKCENK
IQTRIKIGLNSKMPSRFPPVVFYTPKEIGGLGMLSMGHILIPQSDLKYSVQTDTGVTHFRSGMSHDEDQLIPNLYRYIQP
WEAEFNDSQRVWAEYALKRQEAQAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTHFKEHCLLRQNPFW
WTHQRHDGKLWNLNNYRTDVIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRF
TLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVFDQELDALEIETVQKETI
HPRKSYKMNSSCADVLLFAAYKWQISKPSLMGDSKDAFDQKSSNKYWLDVQLRWGDFDSHDIERYTRAKFLDYTTDNMSI
YPSPTGVMIGIDLAYNLHAAYGNWFPGSKPLIQQAMAKIMKANPALYVLRERVRKGLQLYSSEPTEPYLNSQNYGELFSN
QTIWFVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKVIHTSVWAGQKRLGQLAKWKTAEEVAALVRSLPV
EEQPKQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQMPFQACMKIEKFGDLILKATEPQMVLFNIYDDWLKTISSYTAFS
RLILILRALHVNTDKAKMLLKPDKTIITQPHHVWPDLSDEQWIKVEIALKDLILGDYAKKNNVNVSALTQSEIRDIILGA
EITPPSLQRQQIAEIEKAGGDAAGMTAVTTKTTNVHGDELIVTTTSPYEQATFGSKTDWRVRAISASNLHLRVNHIYVNS
DDIKESGYTYVLPKNVLKKFITVADLRTQIAGYMYGVSPPDNPQVKEIRCVVMPPQWGNHAGVNMPQTLPEHDYLEDLEP



LGWLHTQPNESPQLPPGDVCAHAKILEGNRSWDGEKCIVLTCSFTPGSCSLTAYKLTPSGYEWGRANKDSSANPQGYAPS
HYEKVQMLLSDRFLGYFMVPDGGSWNYNFQGVKHSASMKYALRLANPKEFYHESHRPTHFLEFSGAEAGGGDRGGAEGGA
EDVAEADREDLFI*                                                                  
>Mpus_Micpu214166                                                               
MVAFLPVAGAGKVAGARVHPVVVFNACDSFVRRAEAQDRVIGTLLGSVGVDGVVDVRNCYAVPHNEQNDTVYVDVEFHRA
MIELHQKVNPSEKIVGWYSTGDGVVPTDALIHEFYSHECQNPVHVTLDVGFNDRAKLMRAWTGSSIAIGAQAKSAADAAG
DKAAAAAAIAEKKETAPGEDGDDAAATGPGDDASASAAKPPAAIHFQEINLTNVFDEAERVGVARLCAPSSDASTSDDVS
GADGLQKTVAKLSGMLDDAAKHVAAVCDGKAPADAEIGRHLSDALSAVPRLTKEQFEKLFGDSVADVLLTRYLANITKMQ
LMLAEKLQTTSLLV*                                                                 
>Mpus_Micpu151178                                                               
MQTEFNDGDVLFRYDELQGTAIQQQKPWGRNPHFFKHVRITGNALIKMAKHCRSGGNLEVMGMLCGKTAGDTFLVLDCFA
LPVVGTETRVNAQAEAYEYMVSFVQARQQVGRREHVIGWYHSHPGYGCWMSGIDCSTQLLNQQYTEPFVALVIDPVRTCA
SGRVNVGAFRTFPLGYSPPDDTRLKYQTVPTNKIKDFGVHANQYYCLNTSFFKSSRVSAVLAAAWNNYWVNTLSSSPLHT
NQTFVAGQITDIAEKVMLSDCLESPHQKKNSVCTSKVAAAQHCKLLLSAYDGSIISMEQTKGSASRALKESIFNFAVKPG
KVLSNQGTLVRER*                                                                  
>Mpus_Micpu40181                                                                
MEAYKVHPLVLVEISDYFTRTKMNIDPPEAEPDRLIGCLLGTQTPREVEINSSFECLYARPDGANGAIELDWKFLSEQKD
RYKQTHAKLEIVGWYSTGEALDPVVDVAVTRALASRGVAESPVFMLYDPYLNDKKAEAYERAKQAASSAGGGGGSGGNSG
GGGGGDDAAVGPMEGINTRDALTGAAAEIPIGLHRAVQRGGDVLALELVKYSIVTDEAERIAIDDLMRAGDWGQQTPAGQ
YLSHLRGMADATRMLETRVGAVLNHLRDSGATPIDHDVVRAAMRMMRALPGAGRDEEDDRFDAHKLEEMNDTLMTSYLTT
ITKGVAEIERFADKARSIHWSPYDRVRVVNAVS*                                              
>Mpus_Micpu188214                                                               
MDDGDDGDAAIARLMMEEEYAAADAAGLDYSPSMFSRRRRRGDDSESDEYSPRRGVKRAAKPKPKPPPKPSPKPKPKKER
PPAKAPSGGASGVTLAHLIDANLIAPGVDVVSTLYNGVTELATLRDDGAIAWDGREFHSVSAFSLAVKRRTNPDRKADDG
WKCVKCDGVALDAVKRRYEATVAAGGAEGAEDAAGDGAIVKPGGAVELAMRKARDAKDAAAREREASKPPPPPPKPKPAK
VSKPKPPKVSKPPRDPKAPPPPPPPPRPQRARRAASSRGPLPGAHGPNGDLQMVECEKHPRGTQPWTQTLSPAAATLMDF
HAHLCGDEIIGFLGGTFDADAKTLKITRALPARRLTLKDVDGADAAVEVELDPESVPDIVDALDEDGLRVVGWYHSHPVF
STHPSLRDIENQANYQFLFKDGPGPGPGPGGGDGKGGGSGSPPPFVGCIVGPYDQKNVSESSDIRWFHVVDDDGGETRGG
VGGAASAAARAATGEAAGRPFELECAASEDAALPPNVLLDLRKLADAFGDGDGERGDGDGAGAERADRVDLTSHWRDGVS
KLAKLRASLSSRLPRAWGEDMRMNYVGGVLRYLEHKWGIASTT*                                    
>Mpus_Micpu70833                                                                
MDGQVVKKGLYEEVVVHPLVLLSVVDHFRRVEEDDTESKRVIGVLLGEARKGRLDVTSSFAVPFEEDENDPSIWFLDHSY
LEKMCGMFRRINAKEKIVGWYSTGPKIRTNDLDIQALISDYHPNPVFVIVDVRPDMVGIPTSAYAAEQEIRDDGTQKEEK
TFTHLPSSIEAFEAEEIGVEHLLRDVKDNTVSTLATQVSEKIHSLNGLETRLREIKKYMDHVVDGTLPVNHEILGHLQDA
FNLLPNLNMESYVKAFAVKTNDMMLVTYLSSLIRSVIALHDLINNKQIMKEKEKELDAAAAAAANPKKDGKEGPESAKEE
EGGDAAEAKKDDAK*                                                                 
>Mpus_Micpu46527                                                                
MADPDAASAALIAKLMAEENPYGDEGDYLEYNDDSDDGDYGKPKRKKKKKAPPKPKPIKAPKEPKSPKEPQASKRPPSAV
DTKPQDGENDEHAANWIGIAAAAGAPATTTVVVEEFTETGRRKRKDTGAKREKARPWDETEERLFREALTLHGRDWHACA
AHVGTRDHRAFTSHAQKYFIKLCLQGKQLPVKVRESGDGFTLSGKPLDPTSAAAKQYGFKPDTAGLSAEQLAEMHAAAAK
EKARAREEKARAKEEKALAKEEREEVRAAAAAERTANRATGGSKRAYTMKRVDDDRYVSSEDDAPPPEPTEYAKNRPRRD
AAVASNFRDAAGGTLELHQMRKFSSAAPGSKTPNAQPFALTVSSDAMLIMDLHSHLCVNEVIGYLGGTWNAATRTVSIEK
AFPGRGVASGSDVEMDPVCEVELKARVEAEKLTVVGWYHSHPVFQPTPSGVDVDNQLNYQALFRDAECDVEPFVGFIVGP
YDVRLPSPTSEVTAFCAKRLKGGGGVRDVPYACEYAVTGGSLSTENDAAPAAAAATTMTTTAAVGDATIEAMKAVVIANE
NVDGRVNPTELWRPFATYLNGVAGGGPTTKLAKLRASLNARLPAGTTELEREDVLDGVAKQMQESWKLDLGY*       
>Mpus_Micpu49525                                                                
MNFAQSMGAKPGGDADTPLRSVQIDGQVVMKIVKHCTEQSPALVTGQLLGLDIGATLEVTDCFPFPNAPTRATAEADLAD
ADALDEGANYQLEMMRCLREINVDNNTVGWYQSTYLGSFYTEELIETFLAYQENINRCVCVVYDPTRAASTGTFGLKALR
LSEKFLKIHKAGEFTFEKLADKSISWAEIVCEVPLKISNSALVSAVMGELTKEVASEDVAGVTQSDLDRLSMSTNPFLEK
SLEFLSECMDDLSAEQQKFSYYMRQHARQQLIASQWMTKRKQENAARQAAGQELLPEEDDPNNPAAKSASEPSRLEAFLI
ANQVNQYCEQISDFSEQSLQKLLLVSGARKEETA*                                             
>Mpus_Micpu147966                                                               
MGGQPAGPAGDTPQVDTAENVQISSLALLKMLKHGARAGVPMEVMGLMLGQFVDDYTVKVVDVFAMPQSGTGVSVEAVDP
VFQTKMLEMLKQTGREEMVVGWYHSHPGFGCWLSGVDINTQQAFEQLNPRLVSIVIDPVQSVKGKVVIDAFRLINPQTIM
LGQEPRQTTSNLGHLNKPSIQALIHGLNRHYYSINISYRKNELEEKMLLNLNKNKWSEGLRLERFDKHGESNEKVVQELK
GLADRYEKAVAEEDALTAAELLVKNVGRQDAKKHLTENVRKLMSDNIVQTLGSMLDTICF*                   
>Cmer_CMC013C                                                                   
MDRANHLFLPIQGADVAAAGADIPQSDTSETVYLSSLALLKILKHARAGVPMEVMGLLLGEFVDDWTINVVDYFAMPQSG
TGVSVEAIDAVYQQQFLEALQQTGRHEVVCGWGHSHPGFGCWLSGVDVNTAQSFEALNARAVSLVVDPIQSVKGKVVADT
FRTLNPQLAILGMEPRQTTSNAGSLNKPSIQALIHGLNRHYYSLRMEYKLNDLERKMLLNLNRPKWTRSLSSRDQDRQRE
HSETTLKDMVSLSKLYTDMVKEELRSRSKEELAVSRVGKLDAKRRLADGVKRLCDENCHQMLTMNLLKALVFPKAAGLQS
TASSS                                                                           



>Cmer_CMN059C                                                                   
MLERVAYPSGWRRLRETGSLLERTATLLHESEQGSETTATTFRDVYVSVLALSEVTSHCFEQCSATETQGVLWGFVPPGA
SSRAVVVWDATPACAPPGTVPVPVSPARDAQLPENRSQLLTPGIALNAVGWYRSHHGYGCWLSRSELASHGAVQESGQGP
WVILIVDPVRSRRVGQVALRAFRVYPQGYRPFPRSRPSVQVRHERVPLDYLLEFEQGAPAYYELTVHYFGMPADASMLSW
IKQRDWPCILSTSQTVATRASTVQALSDAVAKTEAFEVALRQMLCSRRHAAAAGTMQRLRSRSAASCSAHASTGGDEFAS
EANAQRTQQATAGTSAVNMSFSPPPAPSSASRRPPPSPNHRVRRMQRLSDQEHPQTCAVVDENVRNAAERVRCLLADTRD
LQADDARILLRDIVKEYLFPLMD                                                         
>Cmer_CMO347C                                                                   
MVQDPVVGSETENDALLAQLLSAEEETADALYYANGNDWIDAFSWASPEGLEAERSQRKGRHKRNGRRRRFSNIDEYDED
GEDDDDEDWIETVKNRRPRSTAVGRRPTASAPTAGAQPVSSERERGDSRDNSVGRDRNPSEDSPERGRKRPTAWSPEEEQ
RFLEALELYGRDWRRAAAHVGTRSASNFRSHAQKYFIKLYKEGRPVPPKVAETGAGHTLSGKPLDPNSAAARAYLQGSVY
RKELRSRHKSSGAAESPAGSEEPDLSTPKTKHASPEASVAAPTSDIHEDEIFQQMQLDAQLQAEEASAPYDEYAKENAHQ
DPEYTVRAPSMPGPAAAAEPPEYAKRRPKRSTAGRRSIRSLYNIASADDELRFVSCLSYEPDAQPFRIVVQPRALFMMDL
HAHLDLREVIGFLGGRYDTTRKQLEIIDAFACRAAQGRAGHLDVELDPESAVEARNTIEVSGLAVVAWYHSHPTFPPEPS
VRDLDNQRNYQKQFESEGAPYPFLAAIISPYDPNLPSVRSAIQWFHVGLSPAEDSFAFRLQWEPGPVPLLAPAVSSPASH
ATSEKLSDELQKRVQQLLDNRSVKLDTNWSLRNGERGERSTLRRGEKLLRSLRSRVSETDADGLALLEELKPALLAAT  
>Cmer_CMP265C                                                                   
MDLVPVAGVTGQTLQVHASPTVILEILEQFFLKKPDQERVIGALLGEVNVLDDEHSTSAGTDAAVRRQIEVWGSFYVPHS
ETDTEIALDIDYFGQMRALSLQDGSTGPTVDIIGWYTTGGIDKPTSIIIHEFFARQCNLPVDQVVCLLVRPDIRESNASK
RVVHPPLIQAYSGFASVLGRQNMSTDLEPVPLEVTASDAEQLMLNGVVQALAAQSNVHSRFGRITRATALGGATHELVNL
TRSLRKLVDALDTVLEYLRDVVSGEKAGDPAVLELLNLVEAELNACGDEALMHALDTNLKDQLMTLYLSRLTSANLVLGE
RLLTLEK                                                                         
>Cmer_CMT431C                                                                   
MQSRKQLPITNAVIHPVVLLGIVDHYNRACKNTRKRAVGILLGTIDRRGHAEVLNSFAVPFEEDERNPTVFFFDHDYVEN
MAAMFRKVTARERIIGWYSTGPQIRPADMGVHEIVQGFCSSGHALYVICQVDPKETGLPTEAYVSLEEDSVALEGSAPGQ
PRRIFEHVPNSIGALEAEEVGTEHLLRDVRNWSVSTLTGEVRAKLDALQSLRARLENIRRYLEEVASGNLPLHQEILHAL
QLVLKGLPRNAASSELTQAFAVCSNEQTLLIYVATLLRSVLVLHDLVNNKTELLETERKMEVAFSNATTAMDAPGSPTVA
DSL                                                                             
>Cpar_7845Contig39513                                                           
MSDAPAPSTSAVKPPHIDAVVVHPLVLLSAVDHYNVAKDTKKRVVGILLGEISKGRVDITNCYAPFEEDEKDINIWFLDH
DYHENMYAMFKKVNRENVVGWYSTGPKLRTADIEINEVVRRYTPHPVLVIIDVQPRELGLPTEAYLSVEQVKEDGTPVER
TWAHVPSEIGALEAEEIGDINVSTLAMQHAKLSALKGLQTRIKEIHTYLDLVTKGTVPPNHELIGKLQDVFNLLPNLQQE
TLQRSFAVATNDMMLVIYLASLIRSEKKGKEEKEEKKEKEGKKDKDVEMSDRGA*                         
>Cpar_8223Contig40126                                                           
MGGGPPLDSAVVDTAEMVYISSLALLKMLKHRAGVPMEVMGLMLGEFVDEYTVRVIDVFAMPQSGTGVSVEAVDPVFQTK
MLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQARGPRAGR                                   
>Cpar_12285Contig56928                                                          
ELAQPNTSKNKETCGILAGTLDGDTHFTVKSIILPKQSGTSDTCDTDPDEMARLTPQGDADYINLMFERDWKVLGCIHTH
PSQKCFLSSIDQHNLLGYQLQLPEAVSIVIAPSFKED                                           
>Cpar_14454Contig8291                                                           
YVKAKADWWTNVAHYNRERIRRGATVDKTVARKNLGRLTRLWLKAEQERQHNYLKDGPYVSPEEAVAIYTTTVHWLESRK
FSPIPFPPLSYKHDTKLLILALERLKEAYSVKNRLNQSQREELGLIEQAYDNPHECLARVKRHLLTQRAFKECGIEFMDL
FSHLIPVYDIEPLEKITDAYLDQYLWYEADKRHLFPNWVKPADTEPPPLLVYKWCQGVNNLANVWETGQGECNVLLETRF
EKVYEKMDLTLLNRLLRLILDHNLADYMTAKNNVVISYKDMSHTNSYGLIRGLQFASFIFQYFGLVLDLLMLGLTRASEL
AGPPSVPNEWLTFQSTAIEGRHPVRLYCRYIDRLYIFFRFSEEEARDLIQRYLTEHPDPNNENIVGYNNKKCWPRDCRMR
LMKHDVNLGRATFWSIKNRLPRSMTTIEWENTFASVYSKDNPNVLFNMCGFDVRIVPKMRQINEEFTLKEGVWNLQNEQT
KERTAQAFLRVDEESLKRFENRVRQILMSSGSTTFTKIANKWNTALIGLMTYFREATVSTQELLDLLVKCENKIQTRIKI
GLNSKMPSRFPPVVFYTPKELGGLGMLSMGHILIPQSDLRYSKLTETNITHFRSGMSHDEDQLIPNLYRYIQSWESEFVD
SQRVWAEYALKRQEALAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTDFKKYQVMKENPFWWTNQRHD
GKLWNLNNYRTDVIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPT
INRANVYVGFQVQLDLTGIFMHGKIPTLKISYIQIFRAHLWQKVHESIVMDLCQVLDQELDALEIETVQKETIHPRKSYK
MNSSCADILCFAAYKWNISAPSLITETKDTFDFTTSTKYWLDVQLRWGDFDSHDVERYARAKFLDYTTDQMSIYPSPTGC
LIAVDLSYSIHAAFGNWFPGMKPLIAQAMQKVMKANPAMYVLRERIRKGLQLYSSEPTEPYLSSTNYGELFSNQIIFVDD
TNVYRVTIHKTFENLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPIEEQPKQIIV
TRKMLDPLEVHLLDFPNIVIKGSDLQLPFQACLKIEKFGDLILKATEPQMLLFNLYDDWLKSISSYTAFSRLILILRALH
VNNEKARVILKPDKTTITQGHHVWPSLNDEEWIRVEVSLKDLILADYGKKNNVNVAALTQSEIRDIILGAEIAPPSVQRQ
QIAEIEKQSKETSQVAALTTKTTNVHGDEIVVTTTSQYEQATYSKTDWRVRAISSTNLHLRTQHIYVASDELRETGFTYI
LPKNLLRKFITIADLRTQICGFLYGVSPPDNPHVKEIRCIALPPQIGTHQAVTIPSQLPDHELLRDYEALGWVHTQPNEL
PQLAPQDVTMHAKILTDNNKLWDVDRSIVITCSFTPGSCSLTAYKLTPPGLEWGKNNKDVASANPHGYMPSFYEKTQLLL
TDKYAGFFMTPTEGLAPGTARGTTTSGGYDMALANPKEFYHEDHRPSHFLNFASIDEQDANEGVDRDDNYQ         
>Cpar_15862Contig10028                                                          
MSGPSSSQSKAGPSTEPAPTASTSSSASNVSLHPLVIINISDHYTRMRAMRGPLRVICLLGIQSGRNVEIFNSFELLYDE



ADGFIQINSSFMRTKQEQKKVFPNYDVLGWYSSGSEINYNTDLHIHKT                                
>Cpar_16588Contig11054                                                          
MASSFLAATSGRESHPCRIHPLVLFNVVDHFMRRAEQQERVIGTLLGYMVDGQLEITNSFPVPHTELGDNVAVDIEFHKN
LFELHQRVNQKEAIIGWCASLPAYATGDVIDDKTALIHQFYQGECANPVLLMVDTSLKSDSVGMMAYMSSAFGVGDRPFG
QAFSRVKAELKTGEMERVACEQRCPGPAQPVLTLAAVDAINKGVGDARANSIAPLDNLEAMEACVRKLVSMLDTVLAYID
DVIAGKRKGDAQVGRFLWEAVQSVPKLSRESFEKIFNNGLQDLLMVTYLASLTKTQIALSEKLQSSVAFSGTAFLTA*  
>Cpar_16627Contig11107                                                          
MAGLAVRKTGTCCQGSVYSEVGAIAKRSAGGDSALDVMLWLLQRLGEGARAETDRRQPRKRPTDYPPVFSPPPSVVIEGE
AGSMDAILLEPLVVLKIIKHARDSLPSPVSGQLLGMDVDRTLEVTNCFPFPSVGEADDERPEEQAAEYSFEMLRSLREVN
VDHNIAGWYCSVYLGNFDIEGMIETQASYQESNRSSVCILCDPVRTNSGSLWIKAVRLSDSFFSLLKRGEALSLELAKAG
ISSSNIFEEVPIKFHNAHLMRILLSQLESNTEAQFERLDLTSSPFIEKQLEFVNECIDDVQFQQYQRNLLRQQTQQASFL
AKRRAENEARKRAGEEPLPDDDLATNPIFKPLPEPSRLPSLLLTHQINSYCSQMNSMASESLTKLFLSQAIQTARVAE* 
>Cpar_17005Contig11704                                                          
MAGRLARVLISFDAFSGMLLHALSTEDTEVVGLCVGDVEEEPGNSPSQRTDRRKDRVEVSPEQLARASEEAAQMKGRVVG
YHSHPHITASHVDLRTQFNFQRLGESFVGIILSVFDRNAESEARPRARLRAAVAVTIPPSSTSPLSRRDVPVELLPASEG
GGYEVLEDGVRLPLAAQALRLQGVLLEEERSLYREA                                            
>Cpar_31271Contig9014                                                           
MAASSSSRDAQKRFELENSIDTVDPDAIFKYNADEQKAIIAGKPWTKDPHYFKAEAYEYMVQYKELNEKVGRLENVVGWY
HSHPGYGCWLSGIDVTTQMSNQQYQEPFLAVVIDPTRTISAGKVEIGAFRTYPEGFKPPDEAPSEYQDRLLSPPYPSIAP
HTIPLSKIEDFGVHCKYYPLEISYFKSSLDTHLLDLLWNKYWINTLSSSPILANREYTAGQIADLAEKLEQAENQLSHGS
RMGYYMPEGRKKGTSATDDSPLTKARPSPPSGRPAASRQITRDASKIAVEQCHGLMSQVIKDVLFNQKK*          
>Esil_CBN78694                                                                  
MAVRGPTREALQEQCVVAPVKDAQNLRSYFHGVRQLLFQGEAYYVEGQLVQAYVYIKRFLHLALDGMPKHKKYTKDAFVN
DRIWLEKERERIFPILESICKQLDDADERRIRAAATAAASAAAAENKRRGLASSGIATTTLGYSLDDLPEAPTGRPSSAS
ESQPVGNSGMTSAVGAGAAGSQPFTPLPPLYPPPAPGMYVPSAPPPPSDFGSLYGDHGGVGGYGGPNYGGPGYGGVGAAA
AAVGGAAALQDAFRNLSLDQAVITEPQRACGSIPYVHTPDLFFTPSAQLSPSSAGHYPSVPQPESQQKPPSMQPSARGFG
TERKVVLPSTLVAQFEKIAKPNTDKPPYGIETCGILAGKLTHNVLEMTTLIIPKQTGTPNSVETTDETELFNYMLSNKLI
TLGWIHTHPKQDCFMSSVDLHTHCGYQLMLPEAVAVVYAPGDNKKRVGVFRLTQPEGMKLIQECKLKGFHQHPDDITIYE
QADLTWAPVRMSIVDLR                                                               
>Esil_CBN76683                                                                  
MADTMEVDAGVEEKKGEEQKVPATAASAPGKKGNNIMLHPLTVITISDHHTRVSTGGGAQEAGGRVIGLLFGSQNGRDVS
IYDAMEVACTAVGANGLELNEALVEKQKNLYTAVYPMYEILGWYTVGTEVTELDLGIQRQMTKFNSSPLFLLMNPSPAQG
SKELPVLIHESESHMLDGVAQSTFVQLAFQLETTQAEQISVEHVAKATPTDGISSIDLHAGAVSTSLRTLLARIEILRRF
LEETKKGNISVDYPLLRQISSICNQLPTMDGAQFSEEFMREFNDSLSVAYLASVQKSAGSMNDLADKFMTAFGHRRPI  
>Esil_CBN74067                                                                  
MSSFGGGSGSMLVLNDPAAQLSSVEGKAATSAAPVTNLSAFASSNDIVVKVHPMVLFSVLDHYLRRPENQKRVIGTLLGT
VTANVVEITNSFAVPHLEKNDEVAVGKDFNKSMLALQQRVNGRESVVGWYATSFDGVLIVDDSSLIHDFYTGECERPVHL
VVDTALKNNIVGCKAFISTPLEIDGSALANVFHEVKVSLVSAEAERICIDRMVKGQEEAFTTPEGLAEVDSRMASLETSM
QRLVTMLQQAEEYVGTVVDGKLPADPHMGRKLADTLAAIPRMRPEAFNRLFDDNLQDLLMVSYLSSLTRTQLAIAEKLAT
>Esil_CBJ27075                                                                  
MADTAYGGGAAAAPSVETSAPSKDSRDSLYSFDEAKLELTRKTKPWMQDPKYFKKVKISPSAAMKMLMHANSGVEKGMAA
GGKPVEIMGMMLGRPDTETANALIVTDVFPLPVEGAETKVLADDQEVANYMIGLGDLLETTRKERFMGWYHSHPFDVEVH
SHCFLSSTDISTQLSWQRAEDPHGNPWLAIVVDPLRSLAKSRPEFGAFRVYPPEFNAPLNETPDGKIVTDDSQRVELWGA
CWNRYYSMEIEYFMSSLASDVMGILTENFLWMRTLGSTPILESENRERFSERIGNVADKVEHCDVHMNHGAGTSVSGYLV
ADSAASKPKEESAISKATHGSSELAIEHCQGQMTQITKSIVFGIK                                   
>Esil_CBJ48851                                                                  
MLDSFFCLLDMWFPDGDRGCATERQARACRGQEARREVWDVSWSLLGLEMVAVLPCPEVVKVAGFLLKGPIGNAPVASGE
SKAPRSTAQAAAAAAAAGDSGGPVRADFTGWHSWPKTRQGSRPEDGRIEDASGKVDMNGSGAGLPLRQASPYPCFEGRAG
EKNGGESSGDGTGGGGSSGTKDEEGRRLEKKQEPADPKQKAREQTPPEQEVPEPAAPKPEAPKEQVPRQQHKPLQQRPTT
PEPPPQKAPTPAPSNPKAPKRKDPRREPLKWNGTASGGGRASGNSGRSRTLRKTTANATRSRRNPVTAGGSAANDFAAIP
PTGVRGGKPGRGSPIGGPRRARRQAATAAAALSPGRSRTATGAAAGAAATRANARTPERSPSSEKVAIGSCAASTTGKRK
RQGGDGGGALPSKTPRSPGGHATVLGVAAVAVSAAAAAVLPPGTANTPLQMPEKTRPSSGRCSGGGGGRGGGKADEDRSG
ESSGSIPNVESTEIEDDSGGGGNACEDRNGEGSGSVSMVEGTDVGDESAGAGDGGKSDEDRTGEGSGIVSTVEGKDPGDD
PGGGGNDGLPAVVGRGSAPFAAAAVGGTADAGSVRQENNTPGGGKAGRARRDKKNKKKGAVGSPPNAAAELRFLKSEEAH
AVPLTPTPRYYLPADQGGPIIEDAAGVPATEQGDGIGGGRRFRPALSEGGADVVWDRRRFNLTVPAKEGGGGGGGGGGGG
CCCGGAVVDEAVTEEAGFSSADSSPETAGSPPHGAGGGTGGHDKGKGKDPPPPRDSTPRARKNKRTLTLREKQDEIFETL
VNSSRQKDLITPQVHPHVHFVADTHAYMMEKNEVIGWLGGWFDEENKVLYVQTAVPCREDQELSGGARGMTEVSMCQASS
FHTSEAIRDRRLQLVGWYHSHPKFVNDPSPIDVENHQMFQKDENGEGSSGAWVGLIVGRKTSPSDFRWFRNAHVEREQQQ
RQRQQRKRGRAVARARAAAKALERAAEKSTTHLVVKNLDDTLHAAAAAAVRGVGGDGDVGRAAALAAGAPASNNGGSESP
LPSHAPAAGRVPANTDNNTTAAAAIDADSPPLGLPQQGPAVNGVKAPPGDVTQQAGKLGAATLDAIIAISRDPPLIMSEE
ALEVLKGATGGGSGEGVEGYRPKMDRIVESVTSLGRYYAGVSGRASLSHGAKAGMPTLAKLAGSLAQTVQHMEGVTTFTL
CE                                                                              



>Esil_CBJ25465                                                                  
MGLLLGRWHDGTGRDGTSCPAVTVDHAMILTRTDKREDRVEVGYKQLAEAADIAEKMSAQLGQDTRVVGWYHSHPHITVL
PSHVDVRTQGQYQSMDRRFIGLIFSVFSEDKHSKVGTIEVTAFQARDTSEPMDVDAAAGAGAGRGNRGGGGGGGGGGGWE
RTEVALSLHGPGSGSSTTPLSDALERVVRLQDTLFGEERAGYLAALRQNDAMVGEEEPFDAESPQDTRTRRRGGGIDLLS
KIFCSAVYSKSLAALSGDSAVPLAQTLRSQLNILQNRAAALEQHQVELRALLTPGELEGALASASAKLRAPCSAGIGAFQ
AKHEGELDIPRADALRFARQGGPLRRQRILMSANTAVNVRVFREYATQARSSAAIADRVEISDSREAGGALWVAEIAGKR
KTLLGLRAAAPAADGSNSSSSKKQERGLVIETREGGEEVLLCDDQESFRLWLGVAAAVFPSGAPAAAAAAASRIGHVE  
>Esil_CBJ49248                                                                  
MERFQQLFNMQGRGQGGGAPDAPVVDTSEKLHISSLALLKMLKHGRAGVPMEVMGLMLGHFVDDYTVNCIDVFAMPQSGT
GVSVEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEQLNARAVSIVVDPIQSVKGKVVIDAF
RLINPQLMMLGQEPRQTTSNVGHLNKPSVQALIHGLQRHYYSIVIDYRKNELEEQMLMNLNREQWTQGLVMKRFEDHQTS
NEKTVEAMLKLSKEYNERVQEEEGKTMDELAVLNVGKVDPKRHLENDVSELMAANIVQSLGVMLDTVIF           
>Esil_CBJ30666                                                                  
MAGADEKKESEPPAAEKGGGGGKGDAPDKKDGGGGGKDGGGGGGKEGGGKDDKAKSGDAEVASVVVPKGIEEVVVHPLVL
LSTVDHYNRVARDAKKRVVGVLLGSKYKGTVDVTNSFAVPFEEDVRNPNIWYLDHNFLEGMFAMFKKVAAKERICGFYST
GPKIRENDLAIAELFKRFCPNPVYVIIDVRPDVEGIPTTAYVTAEEVEADGKEIQKTFKHVASSVGALEAEEVGVEHLLR
DINDPSVSSLANQIKHKLSALSGLKSKLEEMQTYLKNVLDGKLPVNNQIVYNMQNIFNLLPNLNVDELVRSMLVKTNDMH
LVIYVSALIRSVVALHDLVNNKIRYKDMDGLEAGKDETGTKPEEGEDAAAKKEATKGEPQKPGSNKGA            
>Esil_CBJ25972                                                                  
MSGAWGTEAVERAPIEEIPLITEVHIDGLAVLKIIKHCTESLPQMVAGSLLGLDQTGVLEVTHAFPFPTAAAGPDGQPAP
EDMDGQDYQMEMMKMLREVNVDNNCVGFYQSMYLGSFCTQTLIDNQFSYQENLSDNSVVILYDPVQTSNGQLTIKAYRLS
KAFMRVYREKKNEVIKPSEILEELPIKIRNPGIINALIFDLQEEDRVDCDFDRLDLSTNPYLEKNLEFLCNWIDDLSNEQ
QKFNQYTRNVARQKQDQARLLQKRKQQNDERRAAGEEALPEEDSALDKKLDAPNRMEGLLISNQISAYCSQINKFAGSSF
EKLFLAGSLQKEA                                                                   
>Ngad_01063                                                                     
MSSSTEATAMEVGETEESGNTSTTGGSGLNAPTAAAQEERSVVLEEEAGNKSGRHVALHPLALVTICDHCTRVKVGGSLL
PVTSRILGILFGVQNGLQVSITDAFELQYEITENGSVKIPAGYVNEKKELFGAVNQGAEVMGWYSVGEHVLPGDLEIHRA
MTEWNESPFFLLLSPAASPGGDEGGAAPGVKEGELPARVFETELHMMRGVPSMLFVPVPFRLTAAEAERITVEHVVKAAP
LEAASWVDLHVDVVRSSLSALVARVKAILRLLQAVKTGQAPPDRRLLRMVRALCDRLPAAGPSGDFQDALTGDYQDSLVI
TYLASITKLSSLSSDVSEKFGAAFGEASTGGGG                                               
>Ngad_01074                                                                     
MSLERVRITHEALNCCIAQALSTERQEVMSVLLGTWMADPATGEHVEAEVVHVIVMARTDRRKDRVEVGYEQLAEAEELA
SALKNASGQDIRIIGWFHSHPHITVLPSHVDIRTQAQYQAMDAGFFGLICAVFQDDLKQQSGRVALTAFQSVPAFAAARG
GGGEGEGSSMARGLAQVENEPFLPFDAAAGEAGSGFVCKRIPISLLPGSPLSPLWAWRGETSTSYSDRACDAMRCLVSLQ
EVLMREERYFYECAVRANLRNNSQGGAGRGARDVSIRESSQGRIGAVHALHNAAIYSRALSSLLEESALPLANTLESVLL
NLRREVRRVRRSTEGLEGDLPSERAPPTERDEEGEARGGNGGEMMDVEGPYQQASLLGGNTARKDKAGASSSPPPPSPYS
ASILASSRPKILRRAAEGSFMQSLLQEEGLRGEPGDYSLFDV                                      
>Ngad_01363                                                                     
DCIPEHVAYKDGTFSRDKNWLVRERRQALKALEEVNADITAETAAYHRRVPPALGVPPAPSFPSRGASLSAASDCSGEDE
DLTRRFQRLRGGGAPSYPGIDSSFGQGDTASEENEAPLSPVLTMPEPSAPPLFLDDGPAPQDAAENEGLSARELDAAFQS
LRMADGDDEPSQVRRFYPSLPSSRASQPKGEERMGSPLIPGQANWFSKRGKLRPLMLPAGLVGKFLEIADKNSRKPPDGI
ETCGVLAGVRDGQGLMRCTTLIIPKQEGTSDTVSMTHEEELISFCCSGKHPMGEEGNLLQLGWIHTHPSQSCFMSSVDIH
THCGYQTMLPEAVAVVVALVNSRRPQVGVFRLTEPEGLQLIQRCELRGFHPHLIPDPQIYKSHHTVVWEESGFSVVDLRS
>Ngad_03644                                                                     
MDPHIDISPPSTAPPRGIISEVQIDGSALLRVVKHCEDNLPGNSTGALLGLDVPKENGKVVMHVTYAFALPRTRDGEERG
GRTEDEEAEEERGDMAKHEYKGHMMKLLKEVNVDNNMVGWYRTMQLGHFSEAGSRVDAAGLRAQRTLFDIPVALADEMVE
ANIVMLYDPVQTAMGDLTVKAFRHVRVPTTREEVESVSSFKDLMEEIPVVIRNPGIVSAFLWDYQEERMPSRGAGGGEGA
LDADFTKLDLSFNPFLSRNLELLSEEVDRMSGQLEKCKRFATGQGGRGSYHGGPRSWSRRKEEEEERNAEPNRLDTVMTA
TQIDAYCQQISAFSHALHHHETSPATRG                                                    
>Ngad_05117                                                                     
MALQGSTADALFVDSVQNVHVEVHPVVIFGILDHYNRRPEQGPGQAPGRVIGTLLGTVVGNVVQIHNAFGVPHAENGNEV
ALGQDYHRTMYAQFTRINDKERIVGWYATTLEEGRALNSNSIIIHGFYAGNSDAAGARLVHLVVDAAVASGRVAIKAYVS
TAVHISGAPVANIFHQVKVQVVSTAPERVCLDRMVRGQGREKAWSESDTFAKVLPGGGAVAAREDLEASVAALLKMLEEV
IDFVDRVVAGKVEADSAIGCELADTLSAVPRVRPELFDSIFNGNLQDLLMVSYLASLTKANLAISEKLSGVRHK      
>Ngad_06326                                                                     
KRPQSRNQSHGLGRRAGNYEFMHRLQDLFRNLQGGGQVPTPDGPVVDSSEKVHISSLALLKMLKHGRAGVPMEVMGLMLG
NFVDDYTVNCIDVFAMPQSGTSVTVEAVDPVFQHKMLEMLKQTGRPEMVVGWYHSHPGFGCWLSGVDVNTQQSFEQLNQR
AVAVVIDPIQSVKGKVVIDAFRTINPQLMLLNQEPRQTTSNIGHLNKPSIQALIHGLNRHYYSIVIDYRKNELEEQVRRP
GKTEGGTGSMKLEMDREMLMNLHKKSWTHGLNMQRFEDHHRANETTIEAMLKLSKDYNERVKEEEGKTAEQLLVGNVGKI
DPKRHLDSDVATLMASNIVQCLGAMLDTIVF                                                 
>Ngad_30967                                                                     
MDVEKDKKDGVGEDAPKNGDNKKPEEEATTIVTTANLAADELEVIVHPLVLLSTVDHYNRVAKDTRKRVVGVLLGTTWRG



RIDITNSFAVPFEEDLKNPLVWYLDHNYLESMFYMFKKINAKERIVGFYSTGPKIKENDLQIDEVFRRFSSAPVFVIIDV
RSGVEGIPVTAYRSKEEVEGEGKEIQRTFEHVPSSVGALEAEEVGVEHLLRDINDPSVSTLANQVKQKLVALAGLRDRLQ
EMHTYLMQVVEGKLPVNNLIVYNMQTVFNLLPNLNVNELVHGLLVKTNDMHFVIYLSSLIRAVVALHGVVQNKIDFQEME
EGGKEGGKDGGKEGGKDG                                                              
>Aano_F0XZA9                                                                    
MASLERVVLTSESVFATVAHALSTERQEVMGLLFGRWDGAAVEVESVMPLPRLDKRSDRVEVTGPQLAEAAQVAESLGLR
VVGWYHSHPHITVQASHVDVRTQAQYQALDGRFFGLICACF                                       
>Aano_F0YQZ5                                                                    
MPQSGTGVSVEAVDPVFQTKMLEMLKQTGRPEMVVGWYHSHPGFGCWMSGVDINTQQSFEALNQRAVAVVIDPVQSVYDL
VKGKVVIDCFRLINPQLMMLGKVAPRQTTSNVGHLKKPSIQALIHGLNRHYYSMVIDYRKNKLEEQMLTNLYKKTWAAGL
TTSNFDTHANVNHAIITSMAKHSKNYTLRIREEDGKTAEEILVANVGKIDPKRHLEYNVDEIMAANILQVLGTMLTTIVF
>Aano_F0Y6T1                                                                    
MAWLSGANSSIASIKARHRVSEVHIDGLALLKLVKHCRDALPKMVAGSLLGLDQGSILEVTHCFPFPTPKSREEYGDGVE
LGDGVDDLDGEEYQMEMMKMLREVNVDNNCVGWYKSIYVGSFCQTPLVETQFSYQENLSDNCVVLLYDPVESSRGVLNLK
AYQLSEQFITSYRAKSNSFVAPSAILVELPLRVRNPGLITAFLYDLHASGQLRKEPSSEPNADAAPLERYLEHCCQWVDD
LVEEQGKFQYYLRNVERHRDQLRWHNKRKAEGDQEDADAPTWKNTTQPPRLDSLLIAIRSINIVRRSVRILPALSRSCT 
>Aano_F0YJA1                                                                    
MADREGAITTSEAVVSGEASGPKVTVVVHPLVLLSTVDHYNRVARDTKKRVVGVLLGTRSGGDVDVTNSFAVPFEEDSKN
PAIWYLDHNYLETMYRMYKKVNAREVVVGYYSTGPKIKENDIKIDALMQDYCAQPVFVIIDVRPENDAIPTTAYVSVEEV
EAESGAARKEIQRTFKHVSSMIGAYEAEEVGVEHLLRDVNDPTVSTLASQIKHKMAGLVALRSRLAEMKAYLEAVLAGKL
PANNQIMYNCQMIFNLMPNLNVDALVSSMLVKTNDYHLAIYCAALVRCIIALHELVNNKITNKRLEEEAENPKPKDDKKK
GDPADGAKDGAKENEKPDAKADAKDGADAAKK                                                
>Aano_F0YA68                                                                    
SSETWYSMDEAKIEEVRKAKAWMQDANYFTRVMVSPAASMKMLMHAHSGCEAGLSAGGKPLEVMGMMLGYPSDEHKHTLV
VTDVFPLPVTGFETQVVADDENVINYMIKLSDMVEVTRKERLMGWYHSHPFDVDEAHNHCFLSSTDLSTQLSWQNAEDPN
GNPFLAIVIDPLRSFAKNSSELAAFRAYPPTASPPPNQCPDGSIVTEDAKRVEVWGSCWNRYYELKVEYFMSDQAKSIID
ILNHSHLWARTLSATPAL                                                              
>Aano_F0Y0C1                                                                    
MSALESSQEEDLGAMAAAAARANLVFCSSSPVLIAAQTHHLYDDCKTFVDSPMRVDPEEILEKFKAVDAADEAAVRSFVV
KHFDLPSGELATAGPPGGWTAAPAVLGELGDARDVAWARALNDLWRQLARKAAPGADRCRSSLLAPRRPFVAPGGRFREP
YYWDSYWIVEGLLVCDCYGAAKDMILNLLDYVEAFGFVPNGGRTYYLNRSQPPLLSDMVRAYLDAALEADDADRAAAALA
LAERATPLLVTEHDWWTRNKNVQVTVNGATYTLLCYRTAATLPRAESYREDLATAARAPEARRAAVYGDLAAAAESGWDF
SSRWLGEPDRLETIETSRVVPADLNAIFVRFERNLAALHRFVDAARRDGKAPLRVAWARAKEDAMEPPGERFVPGARFAR
LASARAEAIDACLRDGAAWRDGALGAGGALSPLRDRGPALSDYFPLWAGVADDWKLRDQVQLVSSLVTSGLLSDGGAATT
ALNTGEQWDAPNAWPPLQFVLDAGLRRLESLPSAGRLADDLRDRWLDANREAYERTGFMHEKLDALRPGAVGGGGEYDPQ
LGFGWSNGVALCFLRARARDAARPKTPRARPASARARPGSARRPPSARFGAGARASTARFGESTICPLGERDDRPRDDDR
GYANGGGYDDRGGGGGGGKSRGTALRWNERGFGFIRRQRPPGRLLRRVTGGVTEENGGGGGYGGGGGYGGGGGGPSRGIC
FDFQKGRCDRGSSCRFSHDLDGGGGGGGGYGGGGGYGGDRGGGYGGGGGGYDGGGYGGGGGGYRDDRGGGGYGGGGGGYG
GGGGGYRDDRGGGGYGGGGGGYDDRDRGYGGGGGRAATQRHVGLHPLAIVGVSDHFTRVKLGGARVAPDSPVLGLLFGKQ
VGLDVAVFDAIELSMADGKLDHDFLKKQAELFTDVYADRELLGWYCLAKSATPAHLDLHREFLAYNESPLCLMMDPEPSA
ESKDLPITILEAEVQVVDDVPTMLFATLPFTLETLQAERISMEIVAKTAPTDGESALDTHVEAVDTSLRTLGSRVAVLVD
YLRAVAGGKAEPDFALLRQVSGLCDTLPTGGAPDQTRDLMRDYNDALMVSYLASVTKNANAVNDLSEKFMLINARGAKLV
>Aano_F0YHS5                                                                    
MATAPEKRLWEQGSVVWAKIAGRPWWPCVVFSSWEVLEEWDLPIDLENRPPVGPEQARGRAAAAAARADAAAPSQVVGCF
LVNYTLQVFDERGPSIRGWDQVAAQDVLDELRLDPISRGLRRAVDDARQLISLHAGGELDAAPGEAALADARDWVDCLAS
LESASTKHGDDVRGVVARAAALARDAGEPAALERILACLRPDFDAGVCRLEALSLVEDETGDDYLGAASRAYLAGRRAAA
ADAPPPAPAVFDGAESDGDDDGARASLRDILADPRTKLSPGPLSLDLAGDGVARAALTADGRIAFRGAFFDDVDAFVSAA
RASGGRRAPRATQAGRKTWDRVIHAPSGKPLSFFLPRKRPRKPPLVVPAKKARGPLPPHPLGGEGEPPARIRGKMTACYA
GYTYCGNSWWTRDDVAANRGAHPPRKRDRPPAAPPRPGSPPPPPADDDDDDETPLSEYWLAPGGGGDAAGRAAMLNVWDD
GYFTDSPAADGAFADDAPSSDDDEPRRRRGPPAAAPLLEGLSQNRLDPHALVTCEDYEAGAPPAAAAAADDDDADDAQPF
GLAVHPDVAFLCDVHAHLADAEIIGLLGGRWDPEKRMMHVQAPFPCRAVARDDDGATDVEMDPVSELVVRDVIKTHAMDV
VGWYHSHPRFVAEPSVTDIENQRSYQSLFHDEALGLAPFIGLIVGTYDTNAPGPNSVFRYFHVAPPGGVGPPDDAGAPAR
ETRRSAAAASGDAPQPMIPRALKATVRSYKRGLRDAARAARREGRPPPPEPAPGASQVPFGFLLNGHPLGCACCAPAPAP
KAAAPPEEPADAADAEAPAAPAVLAAPAAPVAPVPAPVAPVPAPVAPVAPVAPAARVEPAARVAPAAPVPAPVALAPAPA
PVAPAAPVPIAPAPPSVSLGPRDRNGAYPCPAGCPRTFAHAPAAVQHGKSCKYGGPRPPGAPPHPERRPPAPPPAPRPPR
PPPRPKVRPAGNTREACVEGLCYDVKQRLAPAIAALDAAAARDDDGVARLVDARWAALRGRYADTPLACVAHTVRQLGKY
YAKHDRRVDLDGLWKLGLTKWEKLLHSLAAGLLKMAVETDNRLEFICDVLLYVLACWREAPARRRRYAEPRRKRDYALDA
VEVLVVDDSPRDDGDGVREFLRGTPLDGRLRWIRCDEQRRLGAKRNAAARRARGDVVVVWDDDDYFAPARLKTQAAALAG
GTSAVLLGADKPGCFFYFDAADGTFRESSGSSFGQPCSMAYERRLWGEAVYGEDLDVFEDMHFFEALLFGGVKSRAAFVA
EREVMAALEYTETPRLERALTKEELRAIARGVREVAEPTPRSIRRRACELLGREPGALDGLKEAVKAAAVAEQERYTSAS
AERRETFASAFYADDVNGEKRKGKFSSAESVAVCAAAEAVAASRNLTVEALVSTKAAWRGAVGEKRSNPWKEIAAQFPLR
SENSLYGHVKRQRHAYANRQGPDKRWSGEDSNLLRELFERHGPDWTAIGVELKRTPAACRDRYRTLYGEPSAPAPAGGAR



TIVVKEAWTDAELTALVEAHVDGTPILEIDDPARVSFTAVAALVGTRSRQQCRKKWDSLKRRNHRGELLRDPDMALELCE
QIQLKHATDESDVVWTLLGWDHPGACTSAARQCWERLRKRHPELPFAEALDVITEELRDEVHDIMLADEALQARRARVAA
AAERARVAVAPSDSEDESSSSSSSSSDDDDDADGAVSKAASESSSESESGTAAATSSTRPDEISEMWSSAVRGLAPSPRC
DDRGLQASSAIIAPYPRTATHFFWLPMIAFPRAELTKRVNGNLLPVLACSLVHAVVVLLAATDDFPRGIEPIFIFADVFD
PTKSQLEGMRRLFEVPNFVAEEWPHVLVWDLFVGRLIWLDGVNRNIVCWHSLLLTNFIGPPGLLLHAATSALSGKGLPTL
GGAAEDAS                                                                        
>Aano_F0YIE3                                                                    
MAQPPRGPPPGMGPPPGMRPPPGMMAAMPPPGMAGFGGAPPPPPPPPAGAPARRRRKDPLSEKARKWANLQSKRFGQRRK
FGFVDTYKEDMPAEHVRKIIKDHGDMSSKKFKHDKRVYLGALKYVPHAVYKLLENLPMPWEQVRNVSVLYHVTGAISFVN
EIPRVVEPIYAAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYGDNILDVEPLEPIAMELDADDDEAVADWFYDA
KPLELEPEYVNGTSYRKWTLTVPIMTTLYRLAGQLVSDLLDPNYFHLFDKRSFFTAKALNCAIPGGPKFEPLFRDADVDE
DDWNEFNDINKIIIRHQIRTEYKVQYPYLYTSRPRAVKLAPYHHPPLYYVKPDDPDLPAFYFDPVVNPISAFRSRARAAD
DDDGGGGDDDGDDGFCLPEDVGPLLADEPLYTDATAGGISLYWAPRPFNLRRGRTRRAFDVPLVNAWFKERCPPDHPVKV
RVSYQKLLKCWVLNELHRKRSKPLNRKHLFRSLKATKFFQSTELDWVEVGLQVCRQGYNMLNLLIHRKNLNYLHLDYNFN
LKPVKTLTTKERKKSRFGNAFHLTREILRLTKLVVDSVVQYRLGNVDAFQLADGLQYIFAHVGQLTGMYRYKYRLMRQVR
MCKDLKHLIYYRFNTGPVGKGPGCGFWAPGWRVWLFFMRGIVPLLERWLGNLLARQFEGRHTKGIAKTVTKQRVESHFDL
ELRAAVMHDILDMMPEGVKANKSRTILQHLSEAWRCWKANIPWKVPGLPAPIENMILRYVKAKADWWTNIAHYNRERIKR
GATVDKTVCKKNLGRLTRLWLKAEQERQHNYLKDGPYVSAEEAVAIYTTTVHWLESRKFSPIPFPPLSYKHDTKLLILAL
ERLKENYGINSRLNQNQREELGLIEQAYDNPHEALSRVKRHLLTQRAFKEVGIQFMDLYSHLIPVYEVEPLEKITDAYLD
QYLWYEADKRHLFPNWIKPADSEPPPLLCYKWCQGVNNLDKVWDTDAGECVVMMETKLEKVYEKIDLTLLNRLLRLIVDH
NIADYMTAKNNVTVAYKDMMHTNSYGLVRGLQFASFVFQYYGLVLDLLVLGLTRASEIAGPPQVPNEYLSYKDVSTETRH
PIRLYTRYVDQVFFLLRFDADDARDLIQRYLTEHPDPNNENVVGYNNKKCWPRDQRMRLMKHDVNLGRATFWDVKNRLPR
SVTTIDWENSFVSVYSKDNPNLLFNMCGFEVRVKPKCRMHLEALAHRDGVWNLQNDATKEMTAQAFLRVDEQSLRTFENR
VRQVLMSSGSTTFTKIANKWNTALIGLMTYFREAVVNTQEMLDLLVKCENKIQTRIKIGLNSKMPSRFPPVVFYTPKELG
GLGMLSMGHVLIPQSDLRYSKQTDQGVTHFRSGMSHEEDQIIPNLFRYMQPWESEFVDSQRVWAEYALKRQEANAQNRRL
TLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRARTDFKQYQVLRQNPFWWTHQRHDGKLWNLNNYRTDMIQALGGVEG
ILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGIFMH
GKIPTLKISLIQIFRAHLWQKIHESVTMDLCQVFDQELDALEIENVQKETIHPRKSYKMNSSCADILLFAAYKWQVAKPS
LLHDTKDAYDGATSSKYWIDVQLRWGDFDSHDVERYARAKFLDYTTDNMSIYPSPTGALIAIDLAYNLYSGYGAWFPGCK
PLIQQAMAKIIKANPALYVLRERIRKGLQLYSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPI
NGAIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFPNIV
IKGSELQLPFQACLKVEKFGDLILKATEPQMVLFNIYDDWLKTISSYTAFSRLILVLRALHVAQDRTKVVLRPDKTVVTE
PHHVWPTLSDEQWVKVEVALKDLILADYGKKNNVNVASLTQSEIRDVILGMEIAPPSLQRQQVAEIEKQAREQSQLTAVT
TKTTNVHGEDMVVTTTSQYEQQSFSSKTDWRVRAISATNLHLRTHHIYVNSDDAGDGGYTYVLPKNALAKFITIADLRTQ
VAGYLYGVSPPDNARVKEIRCIVVVPQVGNHQQVTLPHHLPKHDYLEDLEPLGWLHTQPNELPQLAPQDVIAHAAVMARD
ESWDGEKTAVVTCAFTPGSCSLTAYKLTPAGFEWGKQHADQAAGNPPGYAPTHYAKVQMLLSDRFLGFFMVPDDDVWNFN
FMGVQHSKSMKYDLKLANPAPFYDEIHRPYHFLNFTNMEALGNDEADAPGGRAPPRPWPGKFRP                
>Aano_F0YGT2                                                                    
MVAGSLLGLDQGSILEVTHCFPFPSPGDRESYGDVDSGSVIEDLDGEEYQMEMMKMLREVNVDNNCVGWYKSIYVGSFCQ
TPLVETQFSYQDNLSDNCVVLLYDPVETGRGTLNVKAFQLSEQFIASYRVKSNTFVAPSSILVELPLKIRNPGLITAFLY
DLCVAGVLKRQIVTAASDSNKVAPLERYLEHCCQWVDDLIEEQGKFQYYLRNIERHKDQMRWHNKRKADGEHEDADAPTW
KNTTEPSRLDSLLIANQIKQYCSQISVHSTCALSKIHLSSGIRVST                                  
>Aano_F0YIL6                                                                    
VIVHPIVVFGILDHYIRRQEGQERVIGTLLGHLDEETGVVEVSNAYAVPHTESGGEVAVGQAFNKSMFGLLSRVNSEERV
VGWYATGGGGAVQDDGTALIHDFYSRECAAPVHVVVDASLRDGKGVETAAYHRGPPGADGAAAAFAPVPSSLTFSDGEKV
CIDRMIRGQGDEPFATAESLAELPSDADDVRDDFQGLLGQIDEILAYAKKCKSGEVTPDPAVARCIGEALAALPKIEPGV
LDGSKNVDAQDIVMVSYLASITKAQLAIAAKI                                                
>Ptri_XP_002180023                                                              
MERLQNLIRSMPNGMGGDGPGADVPLADCAEKIHVSSLALLKMLKHGRAGVPMEVMGLMLGEFVDDYTINCVDVYAMPQS
GTTVSVEDIDPVFQTEMTAMLRQTGRPEDVVGWYHSHPGFGCWLSSTDINTQTAFELLHPRCVALVVDPIQSVKGKVVID
CFRLINPQALMMGQEPRQSTSNIGHLQKPSIQALIHGLNRHYYSIVIDYRKNELEEQMLGMLHKRNWASSLQVEPFEKHD
ATSNDLLSRMLKLTQTYNERVQEEQGKTEAQVLVDNVGKVDPKRHLQASVTELMNVNIIQCLGTMLDTVVF         
>Ptri_XP_002178743                                                              
VIVHPVVLLHVLDHHTRRQEESGRVIGTLLGRQNGNVVEVTNCFSVPHAERGEEVAIGKDFNKTMLGLHLRANRKETVVG
WYASAANGDSESNGDLITDTSSLIHDFYAGEADEGDPVHLVVDTRLKEDSLSMRAFKSSQIVVQGEAMGNLFHELKLSLK
SNEPEAICLNQMIRTGGELVASKDESNSAKALQISMEKLYALLEKTLAYVDSVVDGKTPPDAEAGRQIADTLATVARVRP
EVFDRLFHDSLQDLLMVSYLSNITRTQMTIADKLNASLGV                                        
>Ptri_XP_002176887                                                              
MASKEGDDFQNAVQNDGMAEKKDTTLSSTPAADARYRFDADRLQTLQSAAPWMKDPRYFQKVTLSPSAIMKIMMHCQSGV
QKGIAKGGNPIEVMGMLLGRPDPDTPRTLVITDAFPLPIEGFETRVIADDENVVNHMIALGESLERTRKEKFMGWYHSHP
FDLGDHSHCFLSQTDLSTQLQWQRAEDPHGNPFVAIVVDPLRSHNLETPELKAFRAYPPEYVSPALNECPDGSVESSEQT
RLEHWGSCWNRYYELSVEYYMSSTSRNVLQQLTQDYLWIRTLSRKSESSVTQRLCGCVKPFQSASLTAASVVSGGRGTGL



GPGGSTSASVSSGIDAQTKEWQKAVSNLADIASEDMGEQALQSTKEQVFA                              
>Ptri_XP_002176574                                                              
MTAMETESSETVVTKALSSTGPDIDEVVIHPLVLLSVADHYHRVARGTRKRVVGVLLGQSHRGKIDVLNSFALPFEEDIR
NPSVFYFDHNFLEEMIRLFRKVNTKETIVGFYSTGPSIRPNDLRIHDICKRYVRIPIFCIIDIRPDRQELPVKAYKVVEQ
VHHAGQAVTRQFDHVSTQMGAMEAEEIGVAHLLRDINDPTVSTVMSLIQGKLNGLQSLTEKLLTAKKYLQACAEGKCKVN
TEIVDHLQTIVSLLPNLNTPDLVHAMIVKTNDMHMAVYLASLIRSVIALHDLVNNKIRYGEDGMQDNDEALAQEEEKKEE
EKLKDTGNKKDGGK                                                                  
>Tpse_XP_002293346                                                              
MDPVSQIYAREAIDNHGMSVVGWYHSHPTFQPDPSVTDIENQANYQQLKTGSVCPFVGLIVGTYDNRN            
>Tpse_XP_002291153                                                              
MAAVFEADAPVTSVKLEGLAALKIIKHCQESLPTMVTGSLLGLMIEDGVLEITHAFPFPEPLDDKGDIVKTAEEAANADD
EAAALDGHEFQLEMMKMLREVNVDNNCVGWYQSMYLGSYSTSSLLENQLSYQTDLSPNAVVILYDPMQTAHGNLVLKCYR
LTEEAVQLKQSGKNNYINPRKIFEEVPVTLSNPGLVRSLLRDVGDGLHGSYDAEGTGADTTFDRLDLSTNPYLEKHLEFL
CSWVDDLAAEQYKFQHYTRSLRSSVGDNRKGRKAKEEMAQAIEEGWTRSEAPKRMESLLMSNQIRTYCDQVEKFTGDGFG
KLFLTSGLHTEEGEKKKAAA                                                            
>Tpse_XP_002289504                                                              
MDRIQQLMRGMPGGGMGGAPTDSPTPDCAEKVHVSSLALLKMLKHGRAGVPMEVMGLMLGQFVDDYTINCVDVFAMPQSG
TSVSVEAVDPVFQTKMLDMLQQTGRGEMVVGWYHSHPGFGCWLSSTDINTQSSFEALNARAVALVVDPIQSVKGKVVIDC
FRLINPQLMMMGQEPRQTTSNIGHLNKPSIQALIHGLNRHYYSIVIDYRKNELEEQMLMNLHKRNWTNGLTVDRFETHQE
KNESIVDKMLKLTEDYNERIVQEEGKTSEEVMVENVGKVDPKKHLEGCVADLMSANIIQCLGTMLDTVIF          
>Tpse_XP_002288987                                                              
IKIHPLAIIGISDHHTRVIMGGSALPSTSPVMGLLFGYIDGGVVSIVDAEDMEWPGSSVGDHRAAISKKIELHRKVFPRH
EVVGWYRVQKETDSMSNNNSNIALDDSFSDVVPRASSDLLGDAQLPLTVYETLVTEGGGIASAVFVNVDFELETYEPERI
AVEKVFKTAPGRRPSELDVQLDSLRTSIGSMNARMGVLLEFLRKVEKGELPPDNTLLRSVDGLVQQLPLVMAALEEGTNP
YSADGGEGRKPLSELENEYNDTMLLSYLAAVAKTAKTVHLYAKKHRVAFEGNNSTRDVGGRRAVY               
>Tpse_XP_002296908                                                              
VLVHPIVLLSVLDHHTRRQEGAGRVIGTLLGRRDGDKVEITNCFAVPHAERGDEVAIGKDFNRQMLALHLRANKRETVIG
WYATALPDENDPVNGESKCIADTSSLIHEFYATECEDDPIHLVVDTSLETDAMALRAYKSTPVSVKGEPLANLFHEIRLA
VKSSESERICVDRMIRSASSAEGAPASQDESAALQISMERLLAMLETCSEYVDKVVDGTISADDQVGRDISETLNSVPRI
RPEVFDKMFNDSLQDLLMVTYLSNITKTQLTIAEKLNATLGK                                      
>Tpse_XP_002294491                                                              
NNAADARYTFDPVKLDALRKESPWKEDPKYFEGVAVSPSAVMKMVQKGTKKGGNPIEVMGLLLGRPDPNTPKTLIVTDVF
PLPIEGFETRVIADDGDVINHMIALGESLENTRQEKFMGWYHSHPFDVGIHSHCFLSQTDISTQLQWQRAEDPHGNPFLA
IVVDPLRSLAKNTPELKAFRAYPPEYTNPIQNQCPDGSIIPVEQERLEKWGSCWSAYYELEVEYFMSGGARNVLELLTQN
FLWMRTLGSTSICETEARGRYPDRIEKAAERIGKFEVASGGGGMDVPFNKADDEDGGELGKACQAVVEIATEKIVGNIAQ
IAKMELFSS                                                                       
>Tpse_XP_002291391                                                              
MAPTTTTADTTAPPLPTPDSIIDVTIHPLVLLSAADHYHRVARGTRKRAVGVLLGSSSRGRIDAVNSFAVPFEEDSKNSE
VFYLDHNYLENMLGMFKKVHAKERVVGFYSTGPQIRPNDLRIHDLVSRFVPKGTVTPPVFVIIDVRPGRESIPTTAYHVV
EEVDSNVPSAGGSDGGAVQAQVRKSFAHVPSLIGAMEAEEVGVEHLLRDINDPTVSTVANLVKAKMSGLSTLTEKLVEMK
DYLTAVSEGRMKPNSEIIANMQAIVNLLPNLNVEELVRSMLVKNNDMHMVIYLSALIRCVIALHDLVLNKIAYNHETGEG
SLEEKKVAKKHQDGEEKKEDGDGKADTKKKSS                                                
>Pinf_XP_002906622                                                              
MSEAKAPATSMSDAAYAFDEEVLKDVRNNKVWMQDPKYFKKVIVSPAATMKMLNHANSGVEKGIKAGGKPVEIMGLIMGR
PSTGTDRDAGDAHTLVVTDCFPLPIEGAETRVLADDAEVINYMISLGEAVEQTRKEKFMGWYHSHPFDVEVHSHCFLSAT
DVSTQLQWQRSEDPHGNPWLAIVLDPLRSLAKKRPEMGAFRVYPPEFAAPVNETPDGTIVTDESARLERWGNCWNRYYTL
EIDYFMSSLGSQVVSVLSEEFLWMRTLSSNTMQERENRDRFSERIQLLANKLDGCEAHLMPRVGRSASRIGEYYVPEKQQ
SHKEAEESALDKITQAANELAIENSLGQELQVTKKALFNDKK                                      
>Pinf_XP_002906527                                                              
MQDTEMTSAEEKDEEMLVQREDSGASGGGERQIQIHPLVIVNIADHQTRQKCNSQLSQTEAPQVIGALFGIQKGLDVDVY
DSFEMKYDVCNGDIQIDKEFLTSRIQQFSQVFPGFELLGWYTVGAKALPSDLAVHRVVMEFNESPLFMILDPESKGPSTK
KKLPISLFESELHMLNGVPKMIFVKAPFKIETSETEGIAIDHISKIAPVGDASKSSLHPYLGNVRDAVKMLDRQVDVLLR
FLQTMKNGEAPLNHNLLRHISSICNQLPAMKSEHFDTAFAQEYNDALLVSYLAALTKGATNANTVVDRFTTTQERHHQRG
TLL                                                                             
>Pinf_XP_002999226                                                              
MDVSERLVARRAHLAPFCRVDAVKQHLRLQSYYQLARQLYRQSETYFAEGAWDNAYVFLAKFIKLCSKVITVHHDYELPR
YRKEREWVRTQAAEGFKLFDAILDGMEAEELEYLEYERSLNPEKQRKTASLVTEKASEQANMSALEARLHAMRLAKKNAE
QPKEQTAGAAEMEDAHTDSQPAEERSNTVSYPTVGKASWMTADTTQHSHTHYSAPPLSRQRSQEAIANLTSGKIRTLEIP
SGIIAQFTLLASPNTNQPPYGIETCGILAGILHDRKLIITTLIIPKQEGSSDMCTMTNEEELYDFCFSNELLTLGWIHTH
PKQDCFLSSVDVHTQCGFQSILPEAVAIVVAPSDPRRNVGVFRLTEPSGLQLIQNCNMTGFHTHPSHIEIYSDAFEGKWQ
EQVTAQIVDMR                                                                     
>Pinf_XP_002903574                                                              



MSALLLGTEPVTEVKLHPVVVLQVLDRSLRRAENQERVIGTLLGRVEGGVAEVTNSFAVPHLENGDEVAVGRDFHTHMYE
LHQRVNEGEVVVGWYAAGPNRLDDHSALIHQFYNSVCELPVHLVVDTSLQNDKLDVSAYVSAPLEVVDTALVNQFKQIPV
TQKVSEPEAIALNAMAPKDGENKAVALPKELEALEETMEQLYKCIDGASLFVGDVVAGKQTADAKLGREIADALAAIPML
REEQFDQLFNTGLQDLLMVSYLSGLTQAQLSMAEKLINT                                         
>Pinf_XP_002902760                                                              
MDRLQRLFGNLPGLPGQGGPGADGPLVDTAEKVHISSLALLKMLKHGRAGVPMEVMGLMLGEFVDDFTVNCIDVFAMPQS
GTGVSVEAVDPVFQMKMLEMLKQTGRAEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNPRAVAVVVDPIQSVKGKVVID
AFRLINPQLMMMGQEPRQTTSNIGHLNKPSIQALIHGLNRHYYSIAIDYRKNELEEQMLMNLHKKTWSDGLVLTKFEDHS
KDNEQTVKSMLALTDQYNKRVQEEEEKTPEELEVLNVGKLDPKKHLENDVYDLMALNTVQCLGAMLDTIVF         
>Pinf_XP_002901847                                                              
MAETTTTRGLPEEVVTHPLVLLSIVDHYNRVARDTSKRVVGVLLGSTFHGKCDITNSFAVPFDEDLRNPGIWYLDHDFLE
SMYQMFKKINAKERIVGFYSSGPKIRKADLDIDDLFRRYCPNPVLVICDVRTNVEGLPTTAYGSIEEVEEDGKAIKRVFK
HIKSTVGAYEAEEVGVEHLLRDINDPSVSSLAGQVKHKMTALNGLKERLEEMKTYLENVVAGRLPPNHQIIYNMQTIFNL
LPNLNIDELVRSMFMKTNDMHFVIYLSSLIRCTIALHNLVNNKIKYKESEEVSFTDKKEEKKEATSDKSTKDKASEKAP 
>Pinf_XP_002901763                                                              
MPPPGDMLEERSRRWNKMNAKRYGEKRKFGFVESVKDDMPPEHVRKIIKDHGDMSSKKFRHDKRVYLGALKYVPHAIFKL
LENMPMPWEQVKDVKVLYHITGAITFVNEIPWVIEPVYIAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYGDNI
LDIEPAESITMELDEEDDEAVIEWLYDSKPLVDSKFVNGPSYRKWRLPVPIMANLHRLAGQLMSDLIDPNYEYLFDKKSF
FTAKALNVAIPGGPKFEPLYRDLDEDDEDWNEFNDINKIIIRHQIRTEYKVAFPFLYNSRPRSVHIQPYHTPVLCYIKAE
DPDLPAFYFDPIVNPISHFRVNRSDKDKTIDEEEDDEDDEFQLPMGFDPLLTDEPLYTPETANGIALYWAPRPFNLRTGR
TRRAIDVPLVNKWFQEHCPQGQPVKVRVSYQKLLKCWVLNSLHHRPPKALNKRYLFKSLKSTKFFQSTELDWVEAGLQVC
RQGYNMLNLLIHRKNLNYLHLDYNFNLKPIKTLTTKERKKSRFGNAFHLTREILRLTKLIVDAHVQYRLGNVDAFQLADG
LQYIFAHVGQLTGMYRYKYRLMRQVRMCKDLKHLIYYRFNTGPVGKGPGCGFWAPGWRVWLFFLRGIVPLLERWLGNLLA
RQFEGRHSKGIAKTVTKQRVESHFDLELRAAVMHDILDMMPEGVKVNKSRTVMSHLSEAWRCWKANIPWKVPGLPAPIEN
MILRYVKSKADWWTNVAHYNRERIKRGATVDKTVCKKNLGRLTRLWLKAEQERQHNYLKDGPYVSAEEAVAVYTTTVHWL
ESRKFAPIPFPPLSYKHDTKLLILALERLKEMYTVNNRLNQTQREELGLIEQAYDNPHEALSRIKRHMLTQRAFKELQIE
FMDLYSYLVPVYHIEPLEKITDAYLDQYLWYEADKRHLFPCWIKPSDSEPPPLLVYKWCQGVNNLHKVWDTSEEECVVML
ESKLEKVYEKIDLTLLNRLLRLILDHNIADYMTAKNNIVIAYKDMMHTNSYGLIRGLQFGSFIFQYYGLILDLLLLGLTR
ATEIAGPPELPNEYLSFKDTATETRHPIRLYTRYVDKIYVLFRFDADDSRDLIQRYLTEHPDPNNENVVGYNNKKCWPRD
ARMRLMKHDVNLGRATFWDMKNRLPRSMTTFDWDNSFVSVYSKDNPNLLFNMCGFEARILPKIRAVDAEFTHKDGVWILQ
NETTKERTAQAYLRVDDESLHAFENRIRQILMSSGSTTFTKVANKWNSALIGLMTYYRESVVQTQQLLDLLVKCENKIQT
RIKIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLRYSKQTDGGGVTHFRSGMSHEEDQLIPNLFRYLQPWE
SEFIDSQRVWAEYALKRQEANAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRTHFNRYQVPRHNPFWWT
HQRHDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTL
WWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESLVMDLVFDQELDALEIENVQKETIHPRK
SYKMNSSCADVLLFAAYKWQMGRPTLLHDTKDSYDGSTSTKYWIDVQLRWGDFDSHDIERYARAKFLDYTTDNMTIYPSP
TGVLLAVDLAYNLYSGYGNWFPGCKPLMQQAMAKIMKANPALYVLRERIRKGLQLYSSEPTEPYLSSQNYGELFSNQIIW
FVDDTNVYRVTIHKTFEGNLTTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQP
KQIIVTRKGMLDPLEVHLLDFPNIVIKGSELQLPFQACLKVEKFGDLILKATEPQMVLFNIYDDWLNTITSYTAFSRLIL
ILRALHVSNDRTKIILRPDGETTTQPHHIWPSLTDEQWLKVEVQLKDLILGDYGKKNNVNVASLTQSEIRDIILGMEISA
PSLQRQQVAEIEQQAREQSQLTSVTTKTVNKHGDEMVVTTTSQYEQHSFASKTDWRVRAISATNLHLRTNHIYVSSDDIK
ETGFTYVLPKNVLNKFITVSDLRTQICGLMYGVSPPDNPQVKEIRCIVMPPQLGTHQSVTIPLHMPDHEYLEGMEALGWL
HTQPNELPSLPPQDVTFHSKIMSENTSWDGEKTIIITCSFTPGSCSLTAYKLTPAGYEWGRQNKDSGANPAGFVPTHYEK
VQMLLSDRFMGFYMVPEEDVWNFNFMGVKHNTGMKYDLKLGNPKEFYHEIHRKTHFMNFSALEATEEETTVDEEQQNVFA
>Pinf_XP_002896944                                                              
MTGNLDPHTMVQCAAYRPKDYVEDPNSRSRGGPTLDPPFQVVVHPDAVFVADLHAHLATCEIIGFLGGKWDEASKTLYIQ
AAFPCRSLEIEGDDGSTDVEMDPGSEIELRGIIENAQLEVVGWYHSHPAFAPDPSVRDIENQTSYQQLFQRPNASKETLE
PFVGLIVGTYDTRRSTPVSLFRYFHTRGEKVSGGALREIYMPYELLPGRRHFRSVLRDEEREKTRFFPIHSCPRT     
>Pinf_XP_002895393                                                              
MAWGLDTTPTPARTPAAAAPATSDASSSTVAALGPAPESTEAIDIFEGVTPVTSVALEGVALLQIIKHCHESLPGGVAGS
LLGVDNEQVLEVTNSFPSPPSSERKKGADEYQLDMMKSLREVGMDNNKVGWYQSVAMGTFCTASFIEHQFQYQRSLGPNA
ICLIYDSAETSKGSLSLRAVRLTKAFMDTYKTNSFTKEIFAKADIRSATVVEEIPIEIRNSDIITCWLQQTAHAKDSATA
SSFERLDLATNAYLESSLKNMTLWADELAQEHYKFQGYERALSKQRAAYQQWQNRQREENKVRRENGEELVPEEDPTFFK
SVNQPSRLESLLITKQMSTYCEHINRYAGKSFQKLFLAAKIHQNE                                   
>Tgon_XP_002368068                                                              
MLPNGSGGGFRPPPPGGSGVHPGPPPGHPCSPAGHLPPGLPLPPPPGFLGFPGSLGPPSSSPPPPHPAGLFVPPQQGPPA
PGASSVPGSSQRMPPGGMFMPPPGFAGFQQPGGARPMHLPPHAQARGGSGAPLGPKGSPGGAAGAPGLNGATPNPPASGK
SPFYGKDVRRMETSSPYAGAPQAKIESGFGAPQPSVFSRYPPPLPGPGQVSAGPPKDLRAKVKTAEELLAEKARKWQQLN
TKRYGEKSKLGTGQDTTKEEMPPEHLRKLIKDHGDMTSKKFRHDKRVYLGALKYVPHAVYKLLENMPMPWEQVRNVAVLY
HITGAITFVNEIPWVVEPIYLAQWGTMWIMMRREKRDRRHFKRMRFPPFDDEEPPLDYGDNVLDVEPLEAIQMQLDEEED
APVIDWLYDSKPLQHDPRYLAGPSYRHWRLEIRQLSVLYRLANQLVSDLQDKNYFYLFNLESFYTAKALNMAIPGGPKFE
PLFRDLHEEDEDWNEFNDINKIIIRQQIRTEYKIAFPYLYNNRPRKVAIGVYREPTCSFVKPEDPDLPAFYYDAIVNPLP



AYKSGSSTTTQQDFSVFEDFVLPREIQPLLQDAPLSTDTTVDGIMLYWACRPFNLRSGRTRRSVDVPLVQSWYREHVPTN
YPVKVRVSYQKLLKCWVLNHLHQRPPKSLKKRYLFRVFKSTKFFQCTELDWVEVGLQVARQGYNMLNLLIHRKNLNYLHL
DYNFNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLVVDSHVQYRLGNVDAFQLADGLQYTFAHVGQLTGMYRYKYRL
MRQVRMCKDLKHLIYYRFNTGPVGKGPGCGFWAPVWRVWLFFLRGVLPLLERWLGNLLARQFEGRVSKGVAKTVTKQRVE
SHFDLELRAAVMHDILDTMPEGVKANKARTILQHLSEAWRCWKANIPWKVPGLPAPVENMILRYVKMKADWWTNAAYYNR
ERIRRGATVDKTVCKKNLGRLTRLWLKAEQERQHAYLKDGPYITGEEAVAIYTTAVHWLESRKFTHIPFPPLNYKHDTKL
LILALERLKELYSVKSRLNQVQREELGLIEQAYDNPHEALSRIKRHLLTQRAFKELTLEFMDLYSHLVPIYEVDPLEKIT
DAYLDQYLWYEADARHLFPNWVKPADSEPPPLLVYKFCQGINNLTDVWKTSDGEAVVLLETKYEKVYEKIDLTLLNRLLR
LIVDHNIADYITAKNNVNINFKDMNHINSFGLIRGLQFASFVFQYYGLILDLLVLGLTRATELAGPPNLPNDFLTFTDVE
TETRHPIRLFCRYIDRFWIVFRFEKEEARDLVQRYLTENPDPNNENIVGYNNKTCWPRDCRMRRMKHDVNLGRAVFWEIE
NRLPRSVSTLEWSNSFASVYSKDNPNLLFAMCGFEVRILPKIRTYTEEFSQREGVWKLQNEVTKEMAAQAFLKVGDEGMK
HFENRVRQILMASGATTFTKIANKWNTTLISLMTYFREAVIHTEALLDLLVKCENKIQTRIKIGLNSKMPSRFPPVVFYT
PKELGGLGMLSMGHILIPQSDLRYSKQTETGITHFRSGMTHEEDQLIPNLYRYIQTWESEFIESQRVWAEYALKRSEAAA
QNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRVRQDFKQYQQMKAHPFWWTHQRHDGKLWNLNNYRTDMIQAL
GGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTINRANVYVGFQVQLDLT
GIFMHGKIPTLKISLIQIMRAHLWQKVHESIVMDLCQVFDLELDSLEIEMVQKETIHPRKSYKMNSSCADILLFAAYKWQ
ISKPSLLADGKDVMDGTTTSKYWLDIQLRWGDFDSHDIERYCRSKFLDYTTDNMSIYPSPTGVLLGVDLAYNLHSGFGNW
FPGLKPLMQRAMNKIMKSNPALYVLRERIRKGLQLYSSEPTEPYLTSQNYGELFSNQTIWFVDDTNVYRVTIHKTFEGNL
TTKPVNGAIFIFNPRTGQLFLKIIHTSVWAGQKRLTQLAKWKTAEEVAALIRSLPVEEQPKQLIATRKGMLDPLEVHLLD
FPNIVIKGSELNLPFQAIMKVEKFGDMILKATQPEMVLFNMYDDWLKSISSYTAFSRLLLLLRAMHVNTERTKIILRPNK
TTVTQSHHIWPSLTDEEWIHVEVALKDLILADYGKKNNVNVASLTQSEIRDIILGMEISPPSLQRQQIAEIEAQTKDVSQ
VTATTTRTVNAHGDEIIVSTQSPHEQQVFSSKTDWRIRAISAASLHLRTHHIYVNSDDIKESGYTYVLPKNLLKKFICVS
DLRTQIAAYLYGVSPPDNEQVKEVRAMVFVPQVGSHQSVSLPQALPEHTYLADLEPIGWIHTQPNENPQLSPQDVTAHAK
ILNENKAWDAASTVIITCSFTPGSCSLTAYKLTPQGYQWGKSNKDTGPNPQGYLPTHYEKVQMLLSDVFVGFFMVPEGGL
WNYNFMGVKHSPSMRYNLVLGTPKEFYHEQHRPSHYLQFTQMETATETAGADREDLFA                      
>Tgon_XP_002367391                                                              
MVESDEETRGAPKCFSSVLAHIGLLSLSRLAVFSLLVLAASRLLLLALSRVKTGSLAACYSSSSCVCSAGCFSFSFSRRF
SLFRSVLSRASGVSPVLLSPAFPLPSSVSSSRARFLCTLLLVLSPHGLHSLSPLPFSGLTAVLLFSKPQAKLPAFFLCKM
NSGGKYIPPSMRGAAQATQAPPGASASAPGPASPYGAAGPALSASPVSSQPGVSPDEVSPQGVSPHQRRTAAQVLAGVSA
GARRAKASYPLRVVEVDSLVLMKVLKHCKENYPTPVNGQLLGIDCRDRLEVTNCFPLPQKKDIMAQVQREKGISEKDLEE
RIDEEFDKYQDKMAELMHDVNVDCFTVGWYQTLSFGDLKNKDIIDSLVLYQEAIDKAIVLGFDPMLNSMAKKAFKAYRVN
PEFVQKYHEFEQDVSKYSKLRAKDILIEVPLVVVNPFLVEAFLMDWAVHDPLQNQADFDSLELDQSVYMEKNLSMLSLSL
EALGDEQDKLQRYQRESLKQQQLQKQLLERRRLENDQRRLRGEPLLPADLDGPAFRKIDPPSQLNTLMMSSQAQLQCEEI
NAACSETLGKMFLLHWGNLRKKQTPAGLSAAVAAAAADAK                                        
>Tgon_XP_002366441                                                              
MIRSVSRSVGTSSQQHNVPKHFDILPYPPLKVRVHPVVVLTILDAYLRREEGQMNVIGTLLGTVSEGNVVDISDCFVDRH
SLTDEGLLQIIKDHHETMYELKQQVSGSGTKDIVVGWFCTGSEMTELTCAVHGWFKQFNSVSKFHPQPPLTEPIHLMVNT
TMDRDNLSIKAYMQVPMNMAKDACFQFQELPLELFASSSDRAGLSLLLKVREANRRHRQQHDGSRASALSSSSTSSAAAV
AAISDTPGVAGVPVIKQGLGAALEKLSDQLNKCGAYVRSVLDGSEKADPEIGRFLSKALCVEAVQDLEVFEQMCQNALQD
NLMVVHLTSLARLQFAVAEKLNTSFF                                                      
>Tgon_XP_002365662                                                              
MAGLPSNLRGLLQQFGGMGVGPPNRDQPMADTSEQVYISSLALLKMLKHGRAGVPMEVMGLMLGEFIDDYTVRVVDVFSM
PQSGNSVSVEAVDPVYQTEMLEQLKRTGRPEMVVGWYHSHPGFGCWFSGTDVNTQQSFEQLNPRAVGVVVDPIQSVKGKV
VIDCFRLINPHLLMLGQELRQTTSNIGHLQRPTISALVHGLNRNYYAIVINYRKNELENQMLLNLHRNKWNDALKLKPFD
EMAAESAACTKSMKELSEQYNKMVQEEIKKTPEQLVVERAGKVDAKKRLENDVDTLMTENILHSLGTMIDTLVF      
>Tgon_XP_002365616                                                              
MSENSSKTAAAASGEPQLDSLSSFASVAGLVASKTVVVHPIVLLSVVDHYNRVARGTSRRVVGTLLGEISDGEIHVTNSF
ALPFEEDPKDPNVWYLDRNYHEHLYHMFKKVNTRERVLGWYSTGPQVRMTDLEIHEIFRRYTPNPVYVIVDINPKDSVVP
TKAYYSFEQPTSDRTFRRTFVHVASTIGALEAEEVGVEHLLRDLKNASTSTLATRVADKLSALKLLIGKIQEIYAYLQDA
ANKKIVANPNIMYTIQDIFNLLPDLSDPELIEAFTIQANDTMLNLYLGSVVRSVLALHNLINNKVENKRASEEKKEKKED
EETGETKKEAGTDTKKGEKESSQ                                                         
>Tgon_XP_002364150                                                              
MALSFSASGCWASLPPTLSLEDFCLAHSPSDREQQELHSRLPRLLPTGFSTVRLSPLALLQMFLHARQGIPLEVMGLMLG
SVSPISSSVKSASSPLEQLGDQAFVVHSVFRLPVEGTETRVNAGAEANEYMVDFVQRAEEALSPPVRPDEPDEGVGLCVV
GWYHSHPGYRCWLSGIDVETQKLHQRGQDPFVAVVVDPTRTLATGEVDIGAFRCYPDHSQNARLDSVQKSRHDQAGVPAE
KASDFGVHWREYYKLNVELLCSSLDALLIERLSEAAWFAPLLRGPQDQTAATRRAYRTSQILNVASKARQAETSFFPALP
K                                                                               
>Pfal_Q8I2X0_Q8I2X0                                                             
MSINRYNYKTMNSLLKDKIPQHFDILPHTTIKCIIHPSVIFTILDAYLRRDEDQTHVIGTLMGSVIDTNLVEISDCFVDK
HSLNEGGFLQIIKDHHETMYELKQKIRPRDQVVGWFCSGSELSELSCAVHGWFKEHNSISKFYPHTPLNEPIHLLVDASL
ESGFLNIKAYVQLPISLVKDYFVHFHEIQTELLPCNVERADVSLVKGNIHAHKDNHTNNLEHNHNNNQIDMNELSLKKLL
IMLKQCKSYVQDVIDQKKKGNISVGRYLHKVLSNDTFLTLEKFDSINESVLQDNLMISYLSNLANLQFLIAEKLNSSSLQ



>Pfal_Q8ID28_Q8ID28                                                             
MAGIPSSLRELFYSFSDGNGMNNETLADTSEQVYISPLALLKILKHGRAGVPMEVMGLMLGEIVDEYTIRIVDVFAMPQS
GNSVSVEAVDPVYQTNMLEELKKTGRHEMVVGWYHSHPGFGCWLSGTDVNTQKSFEQLNPRTIGVVVDPIQSVKGKVVID
CFRLINPHILMLGQEPRQTTSNIGYLTKPTLTALVHGLNRNYYSIVINYRKNELEKNMLLNLHKDMWTNPLKLNDFHEQK
KSSDETLEDIKKLTTLYNKNLRNEMKKTSEEILLENIGKIDAKKRIQNSVETLLNESILTCIGTMANTLFF         
>Pfal_Q8I323_Q8I323                                                             
MDNDIFEKNRNVLERIYLNKHVVVHPIVLLSVVDHYNRIASNTKKRVLGTILGEKIDGVVHITNSYALPFEEDIKDINIF
YIDDNYNENLFNMIRKINTREKIVGWYTTGSNIKPNDIFINEIFYKYHHAPIFLLVNVHTDQSIFPVNAYVAIEKAIHEN
KFRKTFIHIPVKIGAFEAEEVGVEFLLKELKSVSTSTLATKVGDKLSSLKSLIAKLYEISAYLNDILNGNIEMNIKILYN
LQNVFSLLPDIENVDLVQAFMVKNNDLMLNIYIGSITRSVIALHNLINNKIENKLNSEKKKSLENDIEKDKIKDKEKEKE
KEKDKEKENDKAKKDKKN                                                              
>Ptet_A0ED54_A0ED54                                                             
MQQTNVHPQVLLSISSQILANKVNFPGKTLHAGILLGFYNAKINKTDILDSFEISYSGKEELTQNEVEFLKERQQLRLKG
DKWNLFKNLDIVGWYITDSNPHNYLKLHTQIQTSSEAEISENQTSFFKYLLCFDPLSTQTTLFELEDNKMQVSQSKIEPQ
SEEMIGITSLFSQQKSNKKYDLRVNSQLQMISFLEKMLQKLLESLDNPQIINNPLALLKINEVIISFPQVNQQNIEQDYF
KLLIISYYCAILKMDVQRNKSLN                                                         
>Ptet_A0EGJ8_A0EGJ8                                                             
MSNLNKPPLVIIHPLVLISVVDHYNRIISKTQQPRVVGALLGERKADGVIDITNSYALPFEEDPKDQNIWYLDHIYNETL
FELHRKININEKIVGWYSTGSRFKPNDIQINQIFYKYTSTPIFVIIDVHQFDPLSLPTEAYTSVDEISKSGEIVQNFVHI
PSTVQAFEPEEIGVEQLLREINNVDTQSLSAKAEQKINGVKGMNKKIAQIQQYLTLIQQGKVKPNQLIINNLQEILNYLP
NLGSQDVVQAFTTKNNDNMLTIYLASLMRSIIAYHNLINNQAQQEKKVK                               
>Ptet_A0C766_A0C766                                                             
MNLIRQSDTIEDKLKKWQQVQKKKYAEKRKFGFVEGQKEPQPPEILRKIFKDHGNLESKKYRQDKRVYLGALKYMPHAIY
KLLENMPMPWEQVRTVKVLYHITGSITFCYEIPKVIEPVYTAQWGTMWVMMRREKRDRRNFKRMRFPPFDDEEIPLDYGD
NILDVEPLEPIQMELDEREDNAVFDWFYDHQPLRYTKLLNGPSYRSWQLTLEVQQNLFRLANQLLSDIVDQNYFYLFQLQ
SLYTAKALNMAIPGGPKFEPLYRDIFEEDEDWNEFNDINKIIIRQQIRSEYKIAFPFLYNSRPRSVAIAPYHYPANVFIK
QDNPEIPTYNFDPVINPISAYRTQSRKIDVQIDDSELDIEIGDGFVPLLGETELSDEQTTASIALLWAPTPFNQRTGKTR
RAFDIPLVAPWFKERCNPQYPVKVRVSYQKLLKCWVLNSLHKRKPKCQNKRNLLKAFQATKFFQLTEIDWVECGLQIARQ
GYNMLNLLIHRKNLNYLHLDYNFQLKPVKTLTTKERKKSRFGNAFHLCREILRLMKLACDSHVQYRLGNIDAFQLADGLQ
YVFSHVGLVTGMYRYKYRLMRQIRMCKDLKHVIYYRFNTGPVGKGPGVGFWTPMWRVWLFFLRGIIPLLERWLGNLLART
FEGRHSKGISKTVTKQRVESQFDLELRAAVMSDIIDMMPEGVRANKAKTILQHLSEAWRCWKANIPWKVPGLPAPIENII
LRYVKYKADYYTNSAYYNRERIRRGATVDKTVCKKNLGRLTRLFLKQEQERQHNFMKDGPYLTTEDAVAIYTALVRWLES
RKFIHIPYPPVNYKHDTKLFLLALERLKEAYSVKSRLNQSQREELALIEQAYDNPHEALSRVKRHLLTQRVFKEVRLEFM
DLYSHLVPVYDVEPLEKITDAYLDQYLFYEADKRRLFPNWIKPSDSEPPPLLVYKWCQGINNLHGIWDVSDGQCVVLLES
KFEKVYEKIDQTLLNRLLRLIVDHNIADYMTAKNNVVITYKDMNHTNVHGVLHGIQFTSFIMQFYGMVLDLLILGLNRAQ
DLAGPYNNPHEFMTYSNIQQEIRHPIRLYCRYIDKIFMVFRFTQEEARELIQRYLTENPDPNNENIVGYNNKKCWPKDCR
MRLMKHDVNLGRAVFWDIKNRLPRCLTTLAWEHSFVSVYSKDNPNFLFNMCGFEVRILPKIRGTQEEFSEKDGVWKLQNE
SSKEITAVAFLRVDEESMKKYENRIRQILMASGSTTFTKIANKWNTTLIGLMTYYRESAVHTEQLLDLLVKCENKIQTRI
KIGLNSKMPSRFPPVVFYTPKELGGLGMLSMGHILIPQSDLRFSKQTDTGITHYRAGMSHDEDQLIPNLYRYIQTWESEF
IDSQRVWAEYALKRQEAQVQNRRLTLDDLEDSWDHGIPRINTLFQKDRLTLAYDKGWRVRQDFKQFQMLKQNPFWWTHQR
HDGKLWNLNNYRTDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMRFKKLTHAQRSGLNQIPNRRFTLWWS
PTVNRANVYIGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVFDMEMETLEIETVQKETIHPRKS
YKMNSSCADILLFAAFKWPISKPSLIHDTKDTYDGTTTSKYWLDVQLRWGDYDSHDIERYARAKFLDYTTDNISIYPSPT
GMLVAIDLAYNLHSGYGNWFPNSKNLILQAMNKIMKANPALYVLRERIRKGLQLYSSEPTEPYLNTQNYAELFSNQIIWF
VDDTNVYRVTIHKTFEGNLTTKPINGQLFLKVIHTSVWAGQKRLGQLAKWKTAEEVAALIRALPVEEQPRQIIVTRKGLL
DPLEVHLLDFPNIVIKGSELSLPFQAILKIEKFGDLILKATEPSMVLFNLYDDWLKSVSSFTAFSRLILILRALHVAHEK
ARIILKPNKNVITQPNHIWPTLTDDEWVKMEVELKNLILQDYAKKNNVNVQSLTQMEIRDIILGMEMSAPNLQKETIQDI
EKQAKEAAQQTATTVKTSNVFGEELAVQVTKPYENQSFSSHSDWRVRAIAATSLYLRTNHIFVNSDDIKQTGFTYVLPKN
ILKKFISIADLKTQIAAYLYGISPPDNLQVKEIRAIVMIPQIGSRDNVTMPHQMPDSEYLRNLEPLGWLHTQSTETMHLS
TYDITLHARLIQENQSWDAERCIVQTVSFTPGSCSITAYKLTHQGFEWGKNNKDLNAVHPSSTQHFEKVQILLSDKFRGF
FMVPDNHMWNYNFIGLGLVQQMKYGLILSNPKDFYHEVHRSSHFIKFIRNEDKDQVDEADNEDLLS              
>Ptet_A0CSM9_A0CSM9                                                             
MQQTNVHPQVLLSISSQILTNKVNFPGKNIHAGILLGFFNAKINKTDILDSFEISYSGKGELKPGEIDFLKERQQLRLKG
DKWNLFKNLDIVGWYITDSNPHEYLKVHKQLQTLSEAESTENQTSFFKYLLCFDPYSTQANLYEMEENKMQVSQSKVEPQ
SEEMIGITSLFSQQSSQSKKKYDLRVNSQLQMISFLETMLQKLLQQLDHPQIANDPLALLKINEVLISFPQINQQNIEQD
YFKLLIISYYCAILKLDVTRNKQD                                                        
>Ptet_A0C2G9_A0C2G9                                                             
MNIQNLMQQLGAAHGNAPPETSIPDTAEQVTISALALIKMLKHARAGIPFEVMGLLLGDIVDDYHIRVYDVFSMPQTASS
VSVESVDPIFQQKMVELLNLTGRMENCIGWYHSHPSYGCWLSSVDINTQQSYEQLNKKSIAVVIDPIQSVRGKVVIDAFR
LIPQSSMITQQEPRQTTSNTGHLQKPGLEALLRGLNRYYYSINIKFKCNDLEQKMLQNLYKNSWAEGLKCNSAIENSNKN
ELCVEEMSKLASEYQKLIDDESKKGEQETKIKNTGKRDPKKHLGLKVDELLDENLNAILGRMMATKAF            
>Ptet_A0BC37_A0BC37                                                             



MSGEQPILKASNVKLDTIAAMKIIKQANDNPTVNQYGYLLGIIEGETIEVTNCFPTIDIEEEQDQQYEYLDYAKKHHLDF
HKLGLYVITDQNRHFTLDQFEDINRLQFYVKYAFVLVYSLQLAKSGHSQPFQAFVINEKYAEIYSKDEIPVLNIKNDKIY
RQLPLELLKTPLTQAFLYQYRASIEEKFKNEETKFTSNIQNYGRQLIETIEEQVTLSDKINSNTANKKEGDKQPELLEYL
ISMNKLYYLAEAIKRETQYTLETEQVLTNILKQ                                               
>Ptet_A0C2I6_A0C2I6                                                             
MQVEQVDYQQFVERNNILPDESIYHFNQDEQNDFIDKKPWDSSPNYFKKCKISIAAVIKMLIHACLGKNNEVMGLMQGRC
DKETFIIYDVIYLNAEASEVNVTLTPEAMGEYVQMIEMLETVGRVHPTVGWYHSHPSYGCWLSGTDVQNQRLQQMGYGAF
VAVVIDPIRTMTNQKVDIGAFRVYPDGYRPLKQNQDDNIGIPTQKIKDFGAYHDKYYSLDIEIFSNSIDSKIVQGLWERY
WGVRLSQSILEDNQLYFRQCLCDLKDKCFIKYDQPYQGSGQQTNEKQQIKEAQKFSVELAGALLSETVKQILFQ      
>Ptet_A0CCZ7_A0CCZ7                                                             
MDIQNIMQQLGGGGQAVNPEVSIPDTAEQVTISALALIKMLKHARAGIPFEVMGLLLGDIVDDYHIRVYDVFSMPQTASS
VSVESVDPIFQQKMVELLNLTGRMENCIGWYHSHPSYGCWLSSVDINTQQSYEQLNKKSIAVVIDPIQSVRGKVVIDAFR
LIPLISYAQPIRTQINYFKYRAPTKTRIRSFVKRSKQILLFDQHQIQMQ                               
>Ptet_A0DLR9_A0DLR9                                                             
MDIQNLIQQFGAGQAVNPEASIPDTAEQVTISALALIKMLKHARAGIPFEVMGLLLGDIVDDYHIRVYDVFSMPQTASEC
FRGICGAQFFNKKMVELLNLTGRMENCIGWYHSHPSYGCWLSSVDINTQQSYEQLNKKSIAVVIDPIQSVRGKVVIDAFR
LIPQQNMLSQQEPRQTTSNTGHLQKPGLEALLRGLNRYYYSINIKFKCNDLEQKMLQNLYKNSWTEGLKCNSASENSKRN
ESCVEDMSKLALDYQKLIEDESKKGEQETKIKNTGKKDPKRHLGLKVDELLDENLNAILGRMMATKGF            
>Ptet_Q6BGK3_Q6BGK3                                                             
MSGEQPILKASNVKLDTIAAMKIIKQANDNPTVNQYGYLLGIIEGETIEVTNCFPTIDIEEEQDQQYEYLDYAKKHHLDF
HKLGLYVITDQNRHFTLDQFEDINRLQFYVKYAFVLVYSLQLAKSGHSQPFQAFVINEKYAEIYSKDEIPVLNIKNDKIY
RQLPLELLKTPLTQVCLASNQAFLYQYRASIEEKFKNEETKFTSNIQNYGRQLIETIEEQVTLSDKINSNTANKKEGDKQ
PELLEYLISMNKLYYLAEAIKRETQYTLETEQVLTNILKQ                                        
>Ptet_A0CZC8_A0CZC8                                                             
MSNANKPPLVIIHPLVLISVVDHYNRIISKTQQPRVVGALLGERKADGVIDITNSYALPFEEDPKDQNIWYLDHIYNETL
FELHRKININEKIVGWYSTGSRFKPNDIQINQIFYKYTSTPIFVIIDVHQFDPLSLPTEAYTSVDEISKSGEIIQNFVHI
PSTVQAFEPEEIGVEQLLREINNVDTQSLSAKAEQKINGVKGMNKKIAQIQQYLTLIQQGKVKPNQLIINNLQEILNYLP
NLGSQDVVQAFTTKNNDNMLTIYLASLMRSIIAYHNLINNQAQQEKKVK                               
>Ptet_A0BC95_A0BC95                                                             
MTYSNIQQEIRHPIRLYCRYIDKIFMVFRFTQEEARELIQRYLTENPDPNNENIVGYNNKKCWPKDCRMRLMKHDVNLGR
AVFWDIKNRLPRCLTTLAWEHSFVSVYSKDNPNFLFNMCGFEVRILPKIRGSQEEFSEKDGVWKLQNESSKEITAVAFLR
VDEESMKKYENRIRQILMASGSTTFTKIANKWNTTLIGLMTYYRESAVHTEQLLDLLVKCENKIQTRIKIGLNSKMPSRF
PPVVFYTPKELGGLGMLSMGHILIPQSDLRFSKQTDTGITHYRAGMSHDEDQLIPNLYRYIQTWESEFIDSQRVWAEYAL
KRQEAQVQNRRLTLDDLEDSWDHGIPRINTLFQKDRLTLAYDKGWRVRQDFKQFQMLKQNPFWWTHQRHDGKLWNLNNYR
TDMIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMRFKKLTHAQRSGLNQIPNRRFTLWWSPTVNRANVYIGF
QVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVFDMEMETLEIETVQKETIHPRKSYKMNSSCADILL
FAAFKWPISKPSLIHDTKDTYDGTTTSKYWLDVQLRWGDYDSHDIERYARAKFLDYTTDNISIYPSPTGMLVAIDLAYNL
HSGYESYPSSYEQNNEGQSSIVCVKRTCIHLNQLEPYLNTQNYAELFSNQIIWFVDDTNVYRVTIHKTFEGNLTTKPING
AIIIFNPKTGQLFLKVIHTSVWAGQKRLGQLAKWKTAEEVAALIRALPVEEQPRQIIVTRKGLLDPLEVHLLDFPNIVIK
GSELSLPFQAILKIEKFGDLILKATEPSMVLFNLYDDWLKSVSSFTAFSRLILILRALHVAHEKARIILKPNKNVITQPN
HIWPTLTDDEWVKMEVELKNLILQDYAKKNNVNVQSLTQMEIRDIILGMEMSAPNLQKETIQDIEKQAKEAAQQTATTVK
TSNVFGEELAVQVTKPYENQSFSSHSDWRVRAIAATSLYLRTNHIFVNSDDIKQTGFTYVLPKNILKKFISIADLKTQIA
AYLYGISPPDNLQVKEIRAIVMIPQIGSRDNVTMPHQMPDSEYLRNLEPLGWLHTQSTETMHLSTYDITLHARLIQENQS
WDAERCIVQTVSFTPGSCSITAYELTHQGFEWGKNNKDLNAVHPSSTQHFEKVQILLSDKFRGFFMVPDNHMWNYNFIGL
GLVQQMKYGLILSNPKDFYHEVHRSSHFIKFIRNEDKDQVDEADNEDFLS                              
>Tthe_XP_001021508                                                              
MSDELLSLNLGQSQNTVKVHPIVPLSILEYTYRNYGQKVMGSLLGIVHSSYIEVTNCYAVPQEKSEKSEDFKLDANYHNL
MYNHNTTVYPQESLVGAFVIESANFENDLIHLTNFYSQKDVGFASQPGLSSPIILSIDPKLKSGSFNLKVLSYDKQLDMC
KYASILPFKNIPVTVEFSDEKLHEIPQFIQTQSSEQVINTQFLQVGSVKALLTELLSNLSTIQKKIQNIVDGKAESDDNL
GKQVKKLLNFVPTISQEDFEKGLSKANQDAILISFVANLAKTQSLITEKLNQISIQ                        
>Tthe_XP_001013946                                                              
MANQIDKVLIDELVILKILKHAKSSDDKTIIGQLHGFYADNIVEVTHTYPLADSSRISISQADYDHQMSKLSEEVHLDNN
KVGWYHVSSKSDNFVASDSFEQQSNYQVNNPNCIYLIYDNLEALRGVNNPYKAYRVSDKYIDLSEQSKVSVTDLKQFNTK
TDKIFIPIPVEIRRNPLAAALISEYTKQISKKYENQYHSSLNISSLLQKNAHYLNESVEQLHEANTNMNLEFMKKSKESK
YEKDIDPLNWIDNLLLLERVHTLADNINDQSKFVSESTSALKHIS                                   
>Tthe_XP_001032398                                                              
MAGTTKRGKQSQQKEFKKEDQKQIETSKQEEDRKRDERLKNRQNNLKKIKEAQEMEEVQNKKNASAQSQAQSKSPRRKDS
ARANAKHLKSPQDDFDDEVVSDVSSDLSDSLEAKFKQENEGKIEGSNQSSKHRTAKYHQSAFNQTPLSGRNRIGSDEDDD
DEMNSLLKSNGKQSPLSREVKSDRSPSINIANKSNKGKQHNKEDNHSMEIEADENQKLTHLKGTSKLQKSNRGAKKEDKK
NTDQQLRESDDDINEEEEDEDDNNSQGEESDNSENESNKQKGGDEEDDNSDDNDEDDEQIESIAQRKVKRNVKQKFKIVK
GEFVSLENNDQEDEEEAQLKQPKKTKAIAKTKTSKLSKKHQLQTNPEESDQVYKKRQILNAAGITKVKKVKMQNLLPTGV
LKKKSALKPTSESKIGKKSELKQQQSKQESLQTKKLDKLSLKQKEKLKKQVLKNKEDLKKQNQLDKKLKKKVKAESQMSE



EENLTTKASLKKKNKEQKVGYTEKEKSELLKQQETQKQQQLKQILKNIEARKKALDKLEQSERKKHQEKEKVEKKVNKKS
LQLQMLEKKIEQLKKEQQNTNLNEFHNNYMSNFLNDENDSNRSVLSNKIGIASTQVLPTSFSDKNIALLIKKNKKKEDNQ
DNKKKDSELDQEADKKLKKKKNQEEGQKQENEEDIDEEDDSDDDDKEDEESIQEIRKSSRRPVKSKQYEDYDYNSHRVNK
GQNIEELEKEKEKLAQDINELQERKQRAEEEKISLLQSLQLERQELAKDQKMYEDIQNQNIYVNNKKDAKASIVDESNES
EKISKIKKGNKLNSQIEVDQTYVAEEENAKQNKSKKLAKEKEIPLKKKDLKEKKLKKNEIQQENINEIVQPIEVQQQIIP
NQKVVEGENELLAKKLYKKKNKGQQEQEIQQVATQESIQFQVSQANLIPKDELQTSNYANTPAILDKKQNQTEEKQKSGT
KKGRKPKKNLEAEEESSKPESASNASKKQKGSKKQKVVENPVDTGMNLLDIFMQEISKVHPDNEQSENDKNGTRSLGNIN
EEQTKLEIHSQQSKSANLPFNDNNNQQSSKDQIFQKESSDKLEVQQEIQPESEEKINPEGQDKKEAQQINENQENLQKSQ
EKIQEEEIVTQTETKKETPKEINPTEEAEQKQNIQIQEQQKIEIENENSQNKENKHECQEEQLQLHKHETEQQNEDLNKQ
HEGQDKQESEQQQQQEEEEEEEKQEQQQVIEEEEENVQKQLQKSDLNQTAQQQTEENKKEDPLLEETHKNEEVFKEDIQK
DQTLTDVDLKEQPQNEHTTDDNKMEIEQEVREEQVDQQQQQQLEDNDTKQVEIKETTIEDTDKDLTQNNSEQIQNKNDQQ
NNEDIKDEEDSRPVNSIDVENPQTQIETQAVQINEENLEKVEEKQEENEVEVDSEQINKIDKNEDKQSELKEEQEIEEQK
EKLEQKEQEQEQVDQKAQQIEIQIEVNQETVQETTKENEINDNQQNKEELIEEKQIEEEEQQQEDVKEATKIAEQEFQQK
IDVQEHHSTQEQNSLEEEPQNKAQNFIPQENQNLEEAQKGQGEEDQQEQVFHEKESLVNQQENQFMEEENSLQNQSNQEQ
QEFQQNQQQLYQNQEEFEDELGIDQERRDFDEENFFDDLTPISMPEEQQVGGQRQEIDFNKIPQIRTLINDPFSQQRQQY
QHQSQQQTQAQQQHLQQQQQSQKQSSQFQQLQQQQYSQLILQQQLQQQQQQRQQQNKNQAAMKIQTNVTTQPNTLLQQSN
QMQNTKDQHIQKLQIQQTDSQNNQRAQLQQQQQQQQQQQQQQQLQQQKQQILIEKQKTTQQVHQEQNNQNQQSKNVNAKP
QYQSEHKELNQKENTQHIQIQKQQEPKTNQKNSEQMNLEGKQTQQNQKTLNAIDVQSHSQNPQTQTVQSESFQDTSNQNS
QQKQSSENKQHKSAENEKMEIEETLSVTNEKLKKENTPFQQREEIIQTLKEESKLSSIPSQNSAAVERQAQHSPNSKASN
QDSKPIQEETTTRKILRQKPKIDYKYSSQKLSGHSFVQTKTCKNPPYKIKMSLQSLIVLNIHSHLFETEIIGLVGGVYDE
TTQEITIQECKPCKKIKTEDDYHNVEMDPVDQAEVKQYFESKNLKTVGWYHSHPKFSCQPSKIDVDNHKAYKDMLNIKEY
VGIIISPYNKNDQKPQVLIFDEHNGNNIKLNYQLFGSTMDSEILDFMNQLIQNTKNEQGRIKFFNQWQKDITYKDKLFQS
LKQIVISNQRSIQKQLKNQMNQANNKEQIEFEQFSNELSDSQENEEDSRVLNENNSNLKSQKQIDSSNGDCQEFLQSNPS
KRHNQENISSYSQNLKINLNIQPQDSPKNASVSNKSAMQNNQHAKKAVNSVDMKNEQDLIKIFQSFNL            
>Tthe_XP_001030887                                                              
MNKDLKKFEEQNNIITDETLYFFDEKEQDKILDARPWRSDPRYFKKCKISLLALLKMLSHARMAGSNEVMGLPLGKIQGD
TFLIMDVFALPVEATETRVSAGAECNEFMIQTIELLEKAGRKENVRGWYHSHPGYGPYLSGTDVMTQRLQQVGDPMVAIV
IDPIRTMVSGKIQIGAFRTYPQDYNAPDDDHREFQSIPLEKIEDYGIHYKSYYQLEVSFFKNSLDNQLIEILWNKYWINT
VTSSSLIVNNHYFVTGLNDLSSKISNQKSKSKKSDYLLTLDELLGKNSAQEKEPLKYALEKNQAVLSESIKNLLFSYKI 
>Tthe_XP_001017388                                                              
MNQEYLQQFLQQQGYGGQQAGNISMPLDDTSETIYISSLALLKMLKHSRAGVPLEVMGLMLGEIIDDYTVKVVDVFAMPQ
SGTGESVEAVDPVFQAEMLEMLKQTERNEMVVGWYHSHPGFGPWLSSVDMNTQMSFEQLHPRFVALVIDPIQSVKGKVVM
DAFRLINNATQQLQIEARQTTSNIGHLQPPSFNAIYHGLNKYYYSININYRKNELETQMLLNLYKKNWSEALKQDKYEEK
QKNNVEKMQSMCNLAKNYIRWIEDESKKTKDQLAIRNVGKIDPQRHLLSNIDDTMSQNIVDTLGTSMNQKSF        
>Tthe_XP_001016539                                                              
MTDKVEIVPAVLLNISDHYTREKVEKNNPKIRVLGGLLGQVDGRKLKILQTIEFKYEINQSNLQIQSIDFNFIKSRVDLF
KQDLKENLFKDYEFLGWYSAGVGQNPYPNDMKFQNQISENVSSNPIYLIMDTVTSMKGQTDLPVKLFEVKYEQVIASDQH
KKHTQESFIELNYDILASKADTITIESASKSYSSSAKSVFAENLKNTVNAVKRFSERIEGIIKLLDTPAVTQNPSLLLEL
NQILSSFPQQYHETLDEKMLEHFSDANIISFLSALAAANRIISNVSEHKSAFKQSKMNML                    
>Tthe_XP_001015934                                                              
MSGQSANLSHLPKLVAVHPLVLLSVVDHFNRVAKSSKNKRVVGVLLGQKSQGKADVTNCYAIPFDEDPKQPNIWFVDHIY
HETMFNMFKKVNAREKVLGWYTTGKHFKQHDIQINEVFKKYCPNPILLIVDVQHEDKLALPTETYCAVEEVSKNGEIIQN
FVHLPSTVEAFEPEEIGVEHLLREIRDVSVNTLTNQVTDKIQALKGMMGKIQQIKLYIEAVLGGKVQAKNDILFKIQEIL
NLLPNLNNPEIIKSFASKNNDQMFVLYICSLSKSIISLHSLINNKLQNKEAELEKLREADKKVDEKKEGNSTAAAGAEKK
EEKK                                                                            
>Tthe_XP_001014840                                                              
MNFMQGFGGLGGLDFMGGQQSDPNAPLPDTQEKIYVSALALIKMLKHSRAGVPMEVMGLMLGEIVDEYTVNVIDVFAMPQ
SGTSVSVESVDPVFQQEMLDMLQQTERRENVVGWYHSHPSFGCWLSSVDQQTQMSFEQLNPKAVALVIDPIQSVRGRVVI
DAFRLINPTVVMSGQEPRQTTGVEGHLNKPNLEAQLRGVGIQYYSINIAFRTNELENQMLSDLYKSSWRNSLELKSSTKH
SEQNVQAMKDMVGLAKLYTKAIEEEIKCNGKDEKQLKIKNTGKIDPKKHLESNIDDASANNIVQLLGNMMSARVL     
>Pmar_XP_002772110                                                              
MRDSVKYVAPKDLVDKFLTVAEYNTSRNLETCGILLGTMGDSIAATTGASASVIRITHLFVPQQSGTSDSCESSEDSDVQ
VLDFALSSGLICVGWIHTHPSQSCFLSSIDLHTSLGYQVLCNEALAIVVAPTDRQYQPCGVFRLTEYGIAYLKTCHRRGF
HKHSDAQMPLYEVVGAREWTLVSDAGVTIVDRRMG                                             
>Pmar_XP_002767243                                                              
MAVEGVHSDSAAALGNEAEEGYVSDASEGLVQSMVEDSMRRTERAESKLEASASLEDRITLLASLVGERGAAAAAAMRGL
CLHLLTSTMGERTLRRSYAVDTLAAAALKASFRRDSLSAGGALELEAACVSLLEAAQAPQKEGEGAMAILRRMSALKAAV
DLTTVGLPMTKAVRRDIIEVFRRQFNRYGRQSVWVHVECRKNAARQLERLLSSGFLNDQPSAVDDARYCIVNHLAEKETS
VEVRTALFRCLALLPHALSDAIRSMIVNTLIKAPLSVADLESSIACAGVLCKKVSSLDSLRKKLKSAGNTNNAAVMVAMA
RCGLDEGSPVRPLEILRALLEVPGDPSMVGVVDGIGGDAKVFGKCCCSLVWRASELGLAGEVFDFLMEDLRDREAPRTTF
QRLITLKLVEVCVRAGGVPGVYFDQDWGEVTELLLAYAVDEAGVTGEAGSKALMALVGALVSSAPLSVVETVLKTALGWL
EGGVDSSELPRAACALTLVEGCLNTPADRARWVLLPSLQQLLGILDGLLGSAAISELQHWIISTAALGDADEVDSTADLH



LNDRLVILLVGQRVVALVLSVMSSDDKPSKTAKETAAKAVEFLIEILNLLKFLPSPLTPISDSQPRLIRSLADRGIPDRM
RVFLHGPTGPDVRSSDTGLRLLGEIKCCCCDALRKVIEKEEVLDSGQVGAVVEGLLEDVGGRVVPSHGGSLPLGELEEPL
GVPPSDWVTSGAVLAIMERASDEVKEACRLLRSISDALAAGVVSSEKRLETIERMVRSVRDGLPVVDFSGVQEGAQVVIP
NDLRAVVLLRTLARVAEHVQGEDKIACSEEMMTLVEVALLKPLDVSRLNALLRLLVTVAPTFPERVRALVQKIVDSTECR
DETIVNCCRAVDALTDVVDVWEEFSRAKSQLAYSTKPGLRFAVLSALRHGGTRALGLSVAHMVEESWDSRAAWEQLGRVL
EACRRGPPTALSMTLMRALELMAGRDSEAVSTHLLGYSAACIETNPETPRRLCRETIQSEYYGCRRQAVACLLQLAKKSI
PVGAVEWGPALVKLYSSSAVRGEEGLCEEIERLVEVMGHVQPRESMETALAVLGGLAMSPSAAPPGSTVSPRGNARGRSL
SVEVMRGRVMEDGSSPVAATTRYDDPDSHPRTPVLLPRARALAARLLGVVVANVEVDPADTNSPEAVLKLALMLANSTDE
KTVGPSRDWSALYVASLELLHLVVQKYSVVADSSLPRLAAYEAQVVPVLRAALQASYSVQVDENGQLLFEGRYGSEASAA
SAYFKCFVTLADCLGESSTVSEEIRSSLVPHVERLLEDCAVAGRVNRDKERATDYDFRTFRGADFASVRERLCGPVANAA
VVLAWVLQLIAGDYVAPCREIVEYLLTSGWPGLSGKILTGALPAIVEEEGIEDNEVVERVRQCTAKVRYESMDNMQLLAL
AEVFDKFQCEERADCAQQCLHTTVALVFGFVFFHXXQVLLSIVDHYNRAAKGTARRVVGTLLGQMLDGKLHVTNSFALPF
EEDLRDPQVWFVDHNYHEKMYAMFKKVSQKEVVVGWYSSGPRIKPSDLAINEIFRRYCPEPVFLIMDVTGGNSSSAAKKG
DLDPRDFPMQAYYSAEEASADPLTRRTFVHLPSVVGAFEAEEVGVEHLLRDIRTQSTSTLATRVESKMNALKTLVVKINE
IAQYLGQVIDGKLPPNAQIIYNLQNIFNYLPGDSQEDVELMRSFNVETNDSMLCIYLGSILRATVALHNLINNKIANKAR
EAEAEAKAEAKAEKISAAKGEQPSDFPTLNWSVVESKKSATAP                                     
>Pmar_XP_002782995                                                              
MMNLQQQLQNLAGGGGAGMGREDQTLPDTSEQVFVSSLALLKMLKHGRAGVPMEVMGLLLGEFIDDYTVKVVDVFSMPQS
GNTVSVESIDEVFQATMLEMLNQTGRSENVVGWYHSHPGFGCWFSGTDINTQQAFEQLNPRAVGIVVDPIQSVKGKVVID
CFRLINPQMLMLGQEPRQTTSNIGHLNRPSLSALIHGLNRHYYSIAISYKKNPLEQRMLLNLHKEKWQEGLRLRSYSDHD
KRNSELMSNILKMTKGYNDLIQDETKLTEEEIIVKNAGKVDPKKGLERNVEESLENNILQIMGSMLDSATF         
>Pmar_XP_002779294                                                              
MPAAPPNKQTKELTKADIDTIVAKGDLRAARRLLAIEGDVPLSTVATRLKAALRTCCVYKVKAGGLVYTKHSSDASLDQY
WRALQSMLEQLLQSQSEQAITLGSRLMVEAIKSERDIAQSFPTEVLQSTLLSIIVNVYDPDYAAAVFIGELANTHWDVYT
RVLSYLRLVCTALAGVETSNTRPVIAAVEASGVDQEEILERIYTLLEAYAPPSKGICQTEPLDTAGKAACKGVVSLRKAF
QEAWLAFLRLDLSSDLMRLVLRHLPSNVLPYLPSPQYLGDFYFKVEDTTNSVLALSGLFYLLTQANIGDPSYIDNSLSAF
YSRLYALLTPATLVLPYRHRFLRLLLLALKSPMLPGSSVAAFAKKLLRCAMLVRSHSVVMWLVTAAYTIMQRNPASCRGL
VHDQGEASRKEVDGAEARYEEDPWKDEMSLDEAVKIIPLTSLWELQCLMRHHSPSVYRLAQLFRTNMFAETAKRISPDDM
LVVTDKELFDREVNYQCKRGRVAPPAAIGFIRDEVQPIYQAADEVFFKKVISLQCFQDMSNRRAVSVKVHPLALLNISDH
ITRVSYADQSVSAVRGFLIGYSDGADIVITNSFQCVTDEMVCVQHACTRIRQYGEIFPNSTPVGWYSVAAGGPPSNEVHA
FMEGIVGDEGAESLVALVVRSDNEMAWLSKESETLPIQAFEKSVDGSFIELDVRVCMEDEAENIAVSHVTKNAKQASAAG
TYEHVVEPTLGAIAMLNKKVESLLEYIRAVQRQEVEVSRPLLRSISAICDQLTAMSRAGQEGTALRAHWDRVIEDSMTVA
LAAEGTANIAEFCATVDTRRIAAARAPKALDS                                                
>Pmar_XP_002777695                                                              
MSNKKPQAPEVDMSQMALAKSSGDRINTSVVVHPIVLLSIVDHYNRAAKGTARRVVGTLLGQMLDGKLHVTNSFALPFEE
DLRDPQVWFVDHNYHEKMYAMFKKVSQKEVVVGWYSSGPRIKPSDLAINEIFRRYCPEPVFLIMDVTGGNSTAKKGDLDP
RDFPMQAYYSAEEASADPLTRRTFIHLPSVVGAFEAEEVGVEHLLRDIRTQSTSTLATRVESKMNALKTLVVKINEIAQY
LGQVVDGKLPPNAQIIYNLQNIFNYLPGDNQEDIELMRSFNVETNDSMLCIYLGSILRATIALHNLINNKIANKAREAEA
EAKAEAKADRTAAKDNKKPAATAA                                                        
>Pmar_XP_002774225                                                              
MGDSTAAATTGASASVIRITHLFVPQQSGTSDSCESSEDSDVQVLDFALSSGLICVGWIHTHPSQSCFLSSIDLHTSLGY
QVLCNEALAIVVAPTDHQYQPCGVFRLTEYGIAYLKTCHRRGFHKHSDAQMPLYEVVGSREWTLVSDAGVTIVDRRIG  
>Pmar_XP_002768240                                                              
MVTRFEALCRGHDSTGQPTTLARELRRVYAPVSTDEQEKLHMDKPWRSDPDFFKKARITANAMVKMVTHVASGGDIEVMG
LMQGRIVGHDFIITDAFPLPVEGTETRVNAGATANEFMIDFVESNESQISNDNVVGWYHSHPGYGCWLSGIDVETQRLYQ
RANEPFVAVVIDPVKTTAQRRVEIGAFRTYEKTSSAPSGTAADGAARVVGNIPLDKVQDFGAHANSYYSLEVEYLKSPLD
NLILTKLSNSSWVALLCSSPLSTNTEQINSADQQLPYLRKLVADAGAKTKASLGDITADRGRSGGATQASSKGPVVDNTQ
VGNAPAGSGREEEEENCECMEPSRQNPGTQQARLSERRTKKHRSSPEGGITATAGGRGRHQRSIELRTGGPESPPICPTS
QQCIGLGLAAQDGLSASIELVSCVLASQRAQHMIFADSHHMRRPHGNSEGNPS                           
>Pmar_XP_002768118                                                              
MAVEGVHSDSAAALGNEAEEGYVSDASEGLVQSMVEDSMRRTERAESKLEASASLEDRITLLASLVGERGAAAAAAMRGG
RTRAGSTSSAAAAGVVGPAPIESSSLVQLRQLCLHLLTSTMGERTLRRSYAVDTLAAAALKASFRRDSLSAGGALELEAA
CVSLLDAAQAPQKEGEGAMAVLRRMSALKAAVDLTTGSGFLNDQPSAVDDARYCIVNHLPEKETSVEVRTALFRCLALLP
HALSDGIRSMIVNTLIKAPLSVADLESSIACAGVLCKKVSSLDSLRKKLKSGGNSNNAAVMVAMARCGLDEGSPMRPLEV
LRTLLEVPGDPSIVGIVDGIGGDAEVFGKCCCSLVWRASELGLAGEVFDFLIEDLRDQGAPRTTFQRLITLKLVEVCVRA
GGVPGVYFDQDWGEVTELLLAYAVDEAGVTGEAASRALMAVGPVLDVVRCDPSFTTRVVGRLREGGGGDSGTEWRKRFGL
CQLVGALVSSAPLSVVETVFKTALGWLEGGVDSSELPRAACALTLVEGCLNTPFDRARWVLLPSLQQLLGILDGLLGSAA
ISELQSWIISTAALGDADEVDSTADLHLNDRLVILLVGQRVVALVLSVMSSDDKPSETAKEAAAKAVEFLIEILNLLKFL
PSPLTPISDPQPRLIRSLADRGIPDRLRVFLHGPTGPDVRRADTGLRLLGEIKCCCCEALRKVIEKEEVLDSGQVGAVVE
GLLEDVGGELEEPLGVPPSDWVTSGAVLTIMERASDEVKEACGLLRSISDALAAGVVSSEKRLETIERMVRSVRDGLPVV
DFSGVQEGTQVVIPNDLRAVVLLRTLVRVAEHVQGEDKIACSEEMMTLIEVALLKPLDVSRLNALLRLLVTVAPTFPERV
RALVQKIVDTTECRDEIIVNCCRAVDALTDVVDVWEEFSRSESQLAYSTKPGLRFAVLSALRHGGSRALGLSVAHMVEES



WDSRAAWEQLGRVLETCRRGPPTALSMTLMRALELMAGRESEAVSIHLLGYSAACIETNPETPRRLCRKMIQSGYYGSRR
QAVACLLQLAEKSIPVGAVEWGPALVKLYSSSAVRGEEGLCEEIERLVKVMGHVQPRESMETALVVLGGLAMSPSAAPPG
STVSPRGNVRGRSLSVEVMRGRVMEDGSSPVAATTRYDDADSHPRTPVLLPRARALAARLLGVVVANVEVDPADTNSPEA
VLKLALMLANSTDEKTVGPSRDWTALYVASLELLHLVVQKYSVAADSSLPRLAAYEAQVVPVLRAALQASYSVQVDEKGQ
LLFEGRYGSEASAASAYFKCFVTLADCLGESSTVSEEIRSSLVPHVERLLEDCAVAGRIYSDKEEATDYNFLTFRGADFA
SVRERVCGPVANAAVVLAWVLQLIDGGYVAPCREIVEYLLTTGWPGLSGQILTGALSAIVEEGIEDNEVVERVRQWTAKV
RYESMDNMQLLALAEVFDKFQCEERADCAQQCLRRGILITKSIKALLDHIEEGALVDSPFPVDTVLIAPEVTLARCIAKI
MNDVHLGKIEVERLLGVLKKCPDSIWQGDVHLADELARTLFVGFTFHSDMSGKKPQAPEVDVSQMTLAKSSGDRINTTVV
VHPIVLLSIVDHYNRAARGTARRVVGTLLGQMLDGKLHVTNSFALPFEEDLRDPQVWFVDHNYHEKMYAMFKKVSQKEVV
VGWYSSGPRIKPSDLAINEIFRRYCPEPVFLIMDVTGGNNFPMQAYYSAEEASADPLTRRTFVHLPSVVGAFEAEEVGVE
HLLRDIRTQSTSTLATRVESKMNALKTLVVKINEIAQYLGQVIDGKLPPNAQIIYNLQNIFNYLPGDSQEDVELMRSFNV
ETNDSMLCIYLGSILRATVALHNLINNKIANKAPEAEAEAKAEAKAEKISAAKGKQPSGFPTLSWSVVESKKSATAP   
>Bnat_55634                                                                     
MSATTTISAEKQKLLEDKAKKWAKLNQKRYGEKKKFGYVEVQKEDMPPEHLRKIVKDHGDMSNRKFRHDKRVYLGALKYV
PHAVLKLLENVPMPWEQIRNVKILYHVTGAITFVNEIPWVVEPIYIAQWSTMWLMMRREKRDRHHFKRMRFPPFDDEEPP
LDYGENILDVEPMLEPIQMELDEDEDAAVFEWFYDHRPLQYTKLIKGPSYRQWRLTIPILASLHRLAGQLLSNLSDKNYF
YLFDLPSFCTAKALNCAIPGGPKFEPLYRDIEDDDEDWNDFNDINKIIIRQQIRTEYKIAFPYLYNSRPRKVKSSAYHHP
VLCYIKPEDPDLPAYYFDPVLNPIPHYRSHGKEEKEDDEIFDDDFVLPSDVEPMLKDFKLFTDYTADGIELIHARRPFCL
RTGRTRRCVDIPLIKTWYQEHCPSTYPVKVRVSYQKLLKCWVLNELHHRPPKSLNKKFLFKAFKHTKFFQTTELDWLEAG
LQVCRQGYNMLNLLIHRKNLNYLHLDYNFNLKPVKTLTTKERKKSRFGNAFHLTREILRLTKLVMDAHVQYRLSNIDAYQ
MADGLQYIFAHVGQLTGMYRYKYRLMRQIRMCKDIKHVIYYRFNTGAVGKGPGCGFWAPGWRVWIFFMRGIVPLLERWLG
NLLARQFEGRQNKGIASTITKQRVESQYDLELRAAVMHDILDMMPEGVKANKSRTILQHLSEAWRCWKANIPWKVPGLPV
PIENMILRYVKSKADWWTNVAHYNRERIRRGATVDKTVCKKNLGRLTRLWLKNEQERQHNYLKDGPYVSSEEAVAIYTTC
VRWLESRKFSPIPFPPLSYKHDTKLLILALERLKEAYSVKVRLNQSQREELGLVEQAYDNPHEALSRIKRHLLTQRAFKE
VGIEFMDLYSHLIPVYDIEPLEKITDSYLDQYLWYEADKRHLFPNWVKPADSEPAPMLVYKWCQGINNLNEVWDTSEGQC
LVLMETKFDKVFEKIDLTLLNRLLRLILDHNIADYITGKNNVVINYKDMNHTNSYGLIRGLQFATFIFQFYGLVLDLLVL
GLTRASEIAGPPESPNDFLTFKDTKSETKHPIRLYCRYVEEFYMVLQFDAEEAKELIQRYLTENPDPNNENIVGYNNKKC
WPRDCRMRLMKHDVNLGRGVFWDIKNRLPRSITSINWDDSFVSVYSRDNPNLLFNMSGFDVRILPKVRMVQEEFSITDGT
WNLQNESTKERTAVAYLRVDQAAIEKFNNRVRQILMSSGATTFTKIANKWNTCVIGLMTYFREAAIHTRELLDLLVKCEN
KIQTRIKIGLNSKMPSRFPPVVFYTPKELGGLGMISMGHVLIPQSDRRWSKQTSTGITHFRSGMSHDDGQLIPNLYRYIQ
PWESEFIDSQRVWAEYALKRSEANAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRIRTEWKMYQVLRQNPF
WWTHQRHDGKLWNLNNYRTDVIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRR
FTLWWSPTINRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVFDQELDALLIETVQKET
IHPRKSYKMNSSCADILLFASYKWPITRPSLLNDTNDSDDGNTSTKFWLDVQLRWGDYDSHDIERYVRAKFLDYTTDSMS
LYPSPTGCLIGIDLAYNIYSSFGNWFPGCKALLQQAMAKIIKANPALYVLRERIRKGLQLYSSEPTEPYLNSQNYGELFS
NQVIWFVDDSNVYRVTIHKSFEGNLVTKPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLTQLAKWKTAEEVCALIRALP
AEEQPKQIIVSRKGLLDPLEVHLLDFPNIVIKGSELQLPFQSCLKIEKFGDLILKATSPQMVLFNLYDDWLKAIASYTAF
SRLILILRALHINNDRTKALLRPDKTTITETHNVWPSLTDDQWVKVEVNLKNLILADYGKKNNVNVQSLTQSEIRDIILG
AEITPPSQQRQEMEEIEKNAKEESQSIAITTRATNKHGDSMLITTTSQYEQKTFSSKTDWRVRAISATNLYLRTNHIYVS
SDDVDESGFTYVMPKNILKKFICISDLRTQIAGFMYGVSPPDHSQVKEIRCLVLPPQWGTHQQVTLPHELPEHHYLKDLE
PLGWIHTQPNELPQLAPQDVTAMSKIFSDNPSWDMKKCITVTCSFTPGSCSLTAYKLTSSGLEWGRQCKDPLQNPQGYLP
THYKRVQMLLSDNFLGFFMTPDTGSWNYNFMGMKHSTNMKYGLKVENPKEFYHETHRTSHFLKFSSEEQAGEGADREDMF
A*                                                                              
>Bnat_142095                                                                    
MRNSSYSGKPTLRRVVLSADIAQACLSHAYITEKEEIMGLLLGCVKPSSHEEGKQEAWIWGTKTLKRSDKRKDRVEISPE
QLSEAIPYAESLGKNFGKETRIVGWYHSHPHITVLPSHVDVMDPSFIGLIFSVFNEGQQQHEQGSGDKLEIIAFQSVDCN
KESPLESEIQQRHHQRGYSHEYRQIPMEILPPAQIFGLNKNSVCTTTSSNVNKCLYNPLLPEVSILSFAVNMRSHIKVVI
SSRQHMRETLRYLVALAAQEEHETYQKYTKNTCQSNESHTQSLLRSQTSKLKERATGRKRQRSGAGVNPGNGDHNDDDDD
DGGAGKREASSSSGNNLEKEGSGEMTECKRRRMTKRELADEKWKAETRGKTTATKRQHQPLCANRCNKIDILLTLLYLLC
RIDGWINTFFL*                                                                    
>Bnat_52390                                                                     
MDPFSSLLGQGGMGGPGMGVPGAMDSKVPDTAEVTYISSLALLKMLKHGRAGVPMEVMGLMLGQFIDDYTVHVVDVFAMP
QSGTGVSVEAVDPVFQTKMLDMLKQTARPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNKRAVSVVVDPIQSVKGKVV
IDAFRLINPQLMMLGQAPRQTTSNLGHLRKPSIQALIHNLNRHYYSINISYRKNELEQKMLLNLHKRTWAQGLMVKDAEE
HSKKNAKMLEQLHDLAKKYSQRLEEEGTKTEEELIVQNVGKIDPKKHLENDVEILMADNISQSLGAMLDTIIF*      
>Bnat_52129                                                                     
MWCNSFNNQVVVHPLVLLSAVDHFTRVSRSNKRVVGILLGKRSGGQVDILNSYAVPFEEDKKNPHIWFLDHNYHEGMFSM
FKKVNAREKVIGWYSTGPKIQPADIEINEMVRRYTPQPVFCIIDVNPKDDLEIPTQAYVSVPDVSDVCTQTQRNFVHIQS
EIGAMEAEEVGVEHLLRDIRDTSVSTLSDQVAQKVSSLKGLKKRMDTLADYLKKVAAGKLPLNHQILYNLQDIFNLCPNL
QLKELVTSLKVNTNDNMLVIYVASLIRSIIALHNLINNKLKNQDLEKIKRLKDEKQEKKAIEAKGQAAEGKKNNKDDGSS
KKDEASPPKK*                                                                     
>Bnat_56648                                                                     



MESKTHPGVQEVQVDGLALLQIIKHCNESKGGATADGQLLGLEANGKLEVTNAFPTAENKADYDEFIKEMMQLLDKVNVD
NNTVGWYRSAFIGEWITSNTIRVQYEFQNAIPESVVLVYDPHTTTKGNLGLKAYRLSSHFMAFYKKKDWSHINFARHKID
SGDIFEEIPMKVHNSHLIHAFLYEMQEQDGFSCEFDRLDLGGDAPFEANLKIMSNSIDELIQDQGKFKSSQKGVKRQKAT
VEEQLRKVREQKKEEETSGNEISKEEKLTKSKEEMEGKEEWLKKSKEELLKKPLPYLPRLDAYLTSHKIGHYSAKVKTMI
GENMAKMFEIDALNSEL*                                                              
>Bnat_139811                                                                    
MPSEIGKLKAFMKFGGLEFEDFSCTRTEALRQCRESKREEIKVSIHPTVVINIADQVTRASIQFNRDKATGIILGYMTKD
KNLHLTDCIEVASNISNSDEKKLQLSLDQFEADFNLYKQAFPGNCIVGWFCTGNEPTPTASHRQFHKDFLKWHTLGHSNN
SHNSSTEEAESGSGCDLVFLLMNPNSVMVESGATAPNNGGSKCGDSGEELQQRLPIKIFSHRNLGVPQPFQIVADVGETI
AIDHCMMEGNEGERSGSLGRNEKLSK*                                                     
>Bnat_89620                                                                     
MAAPEIVLHPMVVVNIADQYTRGVIQSKQKKAIGIILGSMIKGILHIVDCIEIGFDLSGQDVKLSVDLFEDDFNLHKEAY
PANKVVGWYCTDEDLNATHAKIHEKVTSWLPSRKGEDRLKADDILFLLMNPRAKMSDEALPIAIYSHNLGVIQKYKIQSD
TAETVAVVHTAQEVVDQKEGSKLVHHYENVHRGLMMMRERLQLITAYVVACQEGKVKPNNRTLRNIKGICNRLPSMQTAK
FKNEFQGEFNDTMLLTYLSSITKNSSSLGAIMSNFNSVFGAQGRSFMRYEND*                           
>Bnat_50413                                                                     
MDKELDSKFYAHDQKKIDQLEEEKPWKKDPRSYSKCKISALAAMRMLKHTLRGVEKGRLPLEVMGLMVGRPQEDSIIILD
ALPLPCDGFESEWDVNIGEKATRYMLELSEQLEKRGQKERIIGWYHSHPFEVGVYNNCFMSAIDVNTQSNNQLAVPHWTG
VVIDPLRCVAKSKLEMAAFRAYPMGYTPPADMAPDGESLRENKDKNWGTYPEKYYMLETTFFMSSIARSTMELFSKDSLW
IRILSDSQIDDEEYGGKVVKRIGKCSSKLNSSASMDPRMFDRGAKFGGAGGSSKAEENAGVESSKLAHELCKEQTMGMLR
KLIFRGCTCNKK*                                                                   
>Bnat_72730                                                                     
MAASPPLPSKPFFLAPPSKDGEQIVLKVHPLVVFSILDHYKRRDPKQEHVIGILMGEVNITPQGKEYQIKNCFQQESMEH
KGGGLIFDVNYYQKMATLQKKLNPKESVIGWYATDTQLDIISYEVYSVSAHQSYISCLRNDIRPSPTLLSEECVDVHLMV
SKNNNPPLGEGFRLKKEGFWGKSISFPFGRIKTGAPPFGRGKKARVGAVTTGGTDSERKSPFTPATMLSEMENLTYSLRE
LLHLLDTVSEYVDQVVAGKERSTPEIGSAIKDALAAIPRIDMEMFTRMFNQKTENMLMILYLTNIIRTQVTLTNRIYEVL
D*                                                                              
>Ehux_426553                                                                    
MPESTSGPSPHTTVVVHPIVLLAAVDHYNRVAKNTKRRVVGMLLGETHKGVTDVTNSYAVPFEEDERDPNIWFLDHSFHE
AMFAMLKKVNAREKLVGWYSTGPKIRPGDLKIDQLVRRYCQHPVLVIVDVKPKELGIPTEAYHGVEEILEGKQQQWTFQH
VPCEIGATESEEVGVEHLLRDVKDTTISTLANQVAQKLGSLKGLAARLSEVDGYLQNVLSGRLPVNHRIIYQLQDVFNLL
PNLNVQELVQAFAIKTNDMSLAIYLAAVIRAVVALHHLIDNKLTNKEKESAADKEKEKEEKKEEKDKDEKPADEKPDDTK
KGAK*                                                                           
>Ehux_352743                                                                    
MPSTAEPSMVVELDGLVVLKVLNHCQSALPSFVTGQLLGMDIGRTVEVTNCFPFPGKSEDVGGGGADDAAGDGDGAEYQM
EMMRCLRDVNVDNNTVGWYQSTYFSSFIEESCIETQFNYQQHIKTAVLLVYDPARTRATGMPLRAFRLTDHFMALYREGK
FTLQAVAAANLPRSEVFEELPLKVRHSHLSSALLLDLQPECNLPAGGADFARLELHTNPFLEKQMQLLIECTDDLQQESS
KLQHYERNTQRQKAAQAAYLQKKKAEKAAKLLKGEEVADEDTSSNPLFKPIPQPSRLEALLIANQMQSYCQQINAFSGQS
FAKLFLLQSLNSGAQ*                                                                
>Ehux_450596                                                                    
MSGLPPGYPYGAAGQPPGYGGPPPPFPGMAPPGMQPPPGYGGPPPPFPGMAPPGMQPPPGMMPPPGMMPPPGMMPPPGMM
PPPGMHPGAPMAPPPSGAGDADMEDADGAPSAEMLERARKWQSLNARRYGERRKHGHIDAPKEDMPPEHVRKIVKDHGDM
TNKKFRHDKRVYLGALKYVPHAVLKLLENMPMPWEQIRTVPILYHITGAITFVNDIPKGYNMLNLLIHRKNVNYLHLDYN
FNLKPVKTLTTKERKKSRFGNAFHLCREILRLTKLVVDAHVQYRLGNVDAYQLADGLQYIFAHVGQLTGMYRYKYRLMRQ
IRMCKDLKHLIYYRFNTGPVGKGPGCGIWAPGWRVWLFFLRGVVPLLERWLGNLLARQFEGRSSKGIAKTVTKQRVESHY
DLELRAAVMHDILDMMPEGVKTNKSRTILQHLSEAWRCWKANIPWKVPGMPAPIENMILRYVKSKADWWTNVAHYNRERI
RRGATVDKTVTKKNLGRLTRLWLKAEQERQHNYLKDGPYVSAEEAVAIYTTMVHWLESRKFSPIPFPPLSYKHDTKLLIL
ALERLKESYSAASRLNQTQREELGLIEQAYDNPHEARAALSRIKRHLLTQRAFKEVTMEFMDLYSHLVPVYEIEPLEKIT
DAYLDQYLWYESDKRHLLPNWVKPADTEPAPLLVYKWCLGVNNLADVWDTSNGECVVCVETQYTKMYEKVLDHNIADYMT
AKNNVNLTFKDMNHTNSYGILRGLQFASFIMQFYGLMLDLLVLGLTRASELAGPPAVPNDFLQFRDTATETRHPIRLYCR
YIDRLHILLRLTADECKDLIQRYLTEHPDPNNENMVGYNNRKCWPRDSRMRLMKHDVNLGRAVFWDMKNRLPRSVTTIDW
EESFVSVYSKDNPNLLFNMSGFEVRILPKMRMLNDEFVSKDGVWSLQNETTKERTAQAFLRVDNQSMRYFENRVRQVLMS
SGSTTFTKIVNKWNTALIGLMTYFREAAHIPTRGLGRHAPRDAPAAPSDRRRLNSKMPSRFPPVVFYTPKEIGGLGMLSM
GHVLIPQSDLRFSKQTDAGITHFRSGMSHEEDQLIPNLFRYIQPWESEFVDSQRVWAEYALKRQEANAQNRRLTLEDLED
SWDRGIPRINTLFQKDRHTLAYDKGWRVRTQFKEFQIMRQNPFWWTHQRHDGKLWNLNNYRTDMIQSLGGVEGILEHTLF
KGTYFPTWEGLFWEKASGFEESMKYKKLTNAQREGMASPHDHTHNLIQIPNRRFTLWWSPTINRANVYVGFQVQLDLTGI
FMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVFDQELDALEIETVQKETIHPRKSYKMNSSCADVLLFAAYKWQVS
KPALLAEPKDVYDGSTATKYWLDVQLRWGDYDSHDVERYTRAKFLDYTTDNMSIYPAPTGIMIGLDLAYNLHSAYGNFIP
GMKPLVTQALAKIMKSNPALYVLRERIRKGLQLYSSEPTEPYLSSQNYGELFSNQIIWFVDDTNVYRVTIHKTFEGNLTT
KPINGAIFIFNPRTGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPVEEQPKQIIVTRKGMLDPLEVHLLDFP
NIMIKGSELQLPFQSCLKVEKFGDLILKATEPQMVLFNIYDDWLKTISSYTAFSRLLLILRSFHVNPEKCKMILRPDKDT
LTQAHHVWPSLTDEEWISVEVQLKDLILSDYGKKNNVNVASLTQSEVRDIILGMEIAPPSMQRQEIAEIEKNAKEASQLN



AVTTRTTNVHGEELIVTTTSAYEQQTYASKTDWRVRAISASNLHLRTSHIYVSSDECSETGYTYILPKNVLKKFIQIADL
RTQVSGYLYGVSPPDNPQVKELRGIVMVPQWGSHQTVHLPSALPDHEYLKGMEPLGWLHTQPNELPQLSPNDVTTHARIM
SENKSWDGERTVVITCSFTPGSVSLCAYKLTPAGYEWGRQNRDVGANPHGYLPTHYEKVQMLLSDHFLGFFMVPDNDVWN
YNFMGVRHSSSMKYDLKLANPRDFYHQIHRPSHFLNFSSVDEGGAEGVDRDDHFA*                        
>Ehux_107489                                                                    
MFSSSHLHVPGGVEVEVHPVVLFSVVDHYSRREEGQGRVIGTLLGTGAPVEIFSCFPVPHTESEEQVAVNTDFHATMLSL
YQRVVGWYSTGDGVSDSSLLFHDFYGQDVERPVHLLVDLGLGTRRMSCKAYVSKQLSLGGATLGTSFEEGVRKLDRHYGY
YLCALCSTKKGALFGETGTIGSNCSNVLRHTAGESHLRAWLADLPVDAEKPTLAKLQTSIAHKWLGSARSQRTTQTKVRV
QRKAQKIATSAAVDAAVAAGRAAAGALTPVTPAATQLPPSYGVITPAAAAAWGAQMAAQAQAAAAQTAAATPTQTP*   
>Ehux_70490                                                                     
MAAGASSAQARFELENDIRAVDAVYTYDNPQQQKWLSAKPWTRDPRYFKNVRISALALIKMVMHARGGGTIEVMGLMQGK
IDLDDPRGPTLIVLDAFALPVEATETRVNAMADAYEYMVEFQSLAREAGRAENVIGWYHSHPGYGCWLSGIDVNTQMLNQ
QFQEPWLAVVIDPTRTASTGRVEIGAFRTYPQGYKPPEGARDEFESVPLAKIEDFGAHQDQYYQLEISFFKSASDTALLN
TLWNKYWVATLSSSPILANAGYMTDQLKDLADKVEQADGQIAHFGRGGSYLGMAERAPKGKDETQLKKLVKGASKLSREH
VQGMMQQILKDNIFNKSSGAASEAAMDTSS*                                                 
>Ehux_423321                                                                    
MENVTLHPLVVINISDHLTRVRANADAAAAPPRVFGAVLGTQAAAGRRVELANSFELKVAAAGSSGSAAIDMDYLRTRLE
QYKKTFPSLDMLGWYSTSTAPAPDESDIAVHQQLCELNEALLYLALDPSGLVGGGGGTGDLPIGIFESEVVLVGETPTPR
FARLGYKDSHRVDSIESERIAVDHVAHILPSGESSSASAFSQHLNGMHTAINMLTERIEIISRYVAAVQAGTVPFDHALL
RQVKALCARLPALDSDAFRAEFVQDHNNSLLVTQLAVITQGAALTNELIDKFNVAYDRHSRRRGIF*             
>Ehux_73171                                                                     
MDRIQRLFQTQAAAGGAGAPEAPVVDTAEMVYISSMALLKMLKHGRAGVPMEVMGLMLGEFVDDYTVKCVDVFAMPQSGT
GVSVEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDINTQQSFEALNQRAVAVVVDPIQSVKGKVVIDCF
RSINPQLIMLGQEPRQTTSNIGHLHKPSIQALIHGLNRHYYSIALSYRKNELEQQMLMNLHKKNWTDGLRVSDYEKHSEE
NRKCVTELTELSAAYEKAVKQEIELSAEQLVVATVGKVDAKRRIEESVVKLMSANIVHCLGTMLDTVVF*          
>Gthe_149845                                                                    
MTEPMYGVATAGTRLDCVQIDGLVVLKIIKHCRDEGNPSVMISGQLLGMDITLEGTTTLEVTSCFPMPHSSEEDQSGEEM
ESYATEMLRCMREVNVDNNTVGWYQSSYMNSWLDPERPTVATQFQFQDTVPKSVCLVYDPVRTSTGSVHLKAYRLTDRFM
AKYKQHLESNEHGFTEQDIRPKFDYSGKCLDEGVTIEDIFEEVPIRIHNSTLVNAMLYDWACEGTMGAKMHCDFERLDLS
TRPFLEKSMELMLDGIENLRQDQERSEYRKRDAERKRKDYRRNAREEPSKDELMKLFPDPSRLEGLLIANQVSSYCNSVA
NFSGLSFNKLYLIKELQENPK*                                                          
>Gthe_64408                                                                     
MDRLLRTIQAHGGGGGGDAPTVDTSEQIYISSLALLKMLKHGRAGVPMEVMGLMLGDFVDDYTVRVCDVFAMPQSGTGVS
VEAVDPVFQTKMLDMLKQTGRPEMVVGWYHSHPGFGCWLSGVDVNTQQSFEALNQRAVAVVVDPLQSVKGKVVIDAFRSI
NAQMVMLGQEPRQTTSIIGHLNKPSIQALIHGLNRHYYSIAISYRKSELEGKMLMNLHKKGWTEGLKTSDFKEHDKRNED
TVKRMLELAKAYNKAVQEEDQKSAEKYQIDQVGKLDAKKHLEQEIETVMSDNIIQCLGTMLDTVVF*             
>Gthe_133942                                                                    
MGGDKGKNDKGKPRSKLEMTPEKCFDPCQIDASESQAQSKLPDRKDEISSRPMSNGAHKQSKSTPRSKPDELLDGGRGCH
IPKEVFSSLYSLHSYTPHMGILLEKRQSKRIGQRRDIYVESYRLSYNFSEDGLLAMILEILAEGKLSIAGWFLVVKSAPE
DLSRLGDAISTSMFNTISSVLTTANLTYNLSKGICTDAEQLACNTVDMLTSLLGLIVVKIESEDTLRFRSFCLRTPCDCP
HYIQNIRQRINRMKSSKQCNGYAGDSVLSSEPVDDSPGRAVEEHRAKDSEVVVLSDDEDKYETEDDDEAKSARQEDGAGS
DSDKSCHIDPSETVMDINHAKNLPEQDAENACEVGVLRKSSRNKQKAACGVVSDPTCNCCRHFESGSDMIMLKCHVRILP
GTTAQIFNDRNSLMQSIRNHYSELEDINSLIASINQKLDMKKTLDVAKNSFMDQLEVYQNACTNVQKLISSGLLRHVQSA
VREHQIRSSLTSQSDSTNCDLNSKTHFLVDNGVMVTVMDLVLNDVCNESIGFLYGMREDKKVHIKSCRLQERDISSLSRN
TVHLKPEWQHTTKYAGFEVVGWFHSHLCDNPSPSSEDWEMHEMLETEFDRPLIGMICCLTIDQCSLAFESTEVAFSLFHS
ERTRYVEWSVVEELYTSPSLIRAKWDALEGSFDENQAVFEDVMSEAHGNTRTPYLRWIQYLEDFQSSIRLMNQQVQQLVS
NIKVQMLYLGRITQDENCMKLGETKIKTLMWDNHALPTVFCVKTFPRPDSKSLATSISPEPEKQQHVEEVKEEQPETSPV
GRAEISPVRRENPSPRRPFTTEKFNGGGAFASTMSANSRAKKDVPVREREFDTRSNGELHQSLVHDDDTDDFEDPPSKKP
KSGSRRRS*                                                                       
>Gthe_70458                                                                     
METDEEGAREGKGGGAELSISLHPLVVINIADHSMRKRAQQGNVPQRVLGILLGVQEGRNVELCNSFELDYNTNGEKLQI
DMEFLNIKQEQYKKVFPKYEMLGWYSNSTQASIQPDVFRSSAPQIGSIIENPLYLILDTSEGAGIRDLPVHILESEVHII
DDVPALTFARSTYHLETEEAERVSVDQARTARAGTRSSLLPSPDHGSTSLVHSAVTMLQKRVQCILSLLQAMEKGEVKKD
HRLLRQVASLCQRLPATDTPDFKEDLLQLHNDTMLVTYLATMTKGTNSINELIDKVIL*                     
>Gthe_107880                                                                    
MAGAAEALKRFEMENGVSMVDGDGIYRFDAAEQTKLREQKPWSKDATYFQKVKISALALLKMAMHARSGGQLEVMGILQG
KLEDKTFVVMDAFALPVEGTETRVTALDEGYEYMVHYQTTCERTGRVEPVIGWYHSHPGYGCWLSGIDVSTQTIHQQHED
PYLAIVVDPVRTMAAGKVEIGAFRTYPPNYKPPDAAASEYQTIPLDKIEDFGVHANQYYPLDISFFKSSLDSHLLALLWN
KYWISTLSSSSLVSNRDYTTRSIKDLSEKMDQAESQLSYSSRMAGYYLPGDKKSEDSQVSKMCKDGTKIAIEQLQGLITQ
VAKDKLFNMRIKGVEMTDS*                                                            
>Gthe_139265                                                                    
MANQSSGQNAPAAPPLFPSCAIVHPLVLLSATDHYMRVAKDTNKRVVGVLLGAREIAGERDSWRLSTHENQFALPFEEDE



NNPGIWFLDHNYLENMFGMFKKVNAREKIVGWYSTGPKIRASDLEINEVFKKYTKNPVLVIINVQPKDELDIPTDAYISI
EEVKDDGTPTRRSFQHLQSEIGAEEAEEIGVEHLLRDIKDASVSTLAERVHSKLNSLKGLKARLEDIHAYLKLVADGSMP
VNHEITYLMQEVFNLLPNLNVEELVSRHDFDLQVIYISSLIRSVLALHNLINNKIALKDAENESADDAAGKEKNEKDKNS
KESSEEKDKVK*                                                                    
>Gthe_87243                                                                     
MDQERILEEKARKWQSLQSKRYGDKRKFGYVEAQKEDLPAEHLRKIIKDHGDMTSKKFRHDKRVYLGALKYVPHAVLKLL
ENMPMPWEQVRNVNVLYHLTGAITFVNEIPKVIEPVFIAQWGTMWIMMRREKRDRRHFRRMRFPPFDDEEPPLDFGDNIL
DVEPLEAIQMELDEDEDAPVIDWLYDGSYPLRYTKFVNGPSYRSWRLNVPIMGTLYRLASQLLSDLTDRNYFYLFDLPSF
YTAKALNVAIPGGPKFEPLYRDDNVDEEDWNEFNDINKIIVRQQIRTEYRVAFPYLYNSRPRKVHMGVYHYPTCTYIKAE
DPDLPCFYFDPLINPIANYKSTVRSEVELEDLDEDFQLPEEVQPFLTNTPLYTDNTANGIALYWAPHPFDKRSGVTRRCV
DVPLVKEWYQEHCPPNHPVKVRVSYQKLLKCYVLNRLHHRHPKALNKRYLFKILRSTKFFQTTQIDWVEAGLQVCRQGYN
MLNLLIHRKNLNYLHLDYNFNLKPIKTLTTKERKKSRFGNAFHLCREILRLTKIIVDSNVQFRLGNVDAFQLADGLQYTF
AHVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFNTGPVGKGPGCGFWAPGWRVWLFFLRGVVPLLERWLGNLLARQFEG
RHSKGIAKTVTKQRVESHYDLELRAAVMHDILDMMPEGVKQNKSKTILQHLSEAWRCWKANIPWKVPGMPIPIENMILRY
VKAKADWWTNVAHYNRERIRRGATVDKTVCKKNLGRLTRLWLKAEQERQHNYLKDGPYLSAEEAVAIYTTTVHWLESRKI
TPIIFPPLNYKHDTKLLILALERLKESYSVMSRLNQSQREELGLIEQAYDNPHEALSRIKRHLLQQRTFKEVGIEFMDLY
SHMIPVYDVEPLEKITDAYLDQYIWYQADKSRLFPNWVKPADTEPPPLLVYKWCQGVNNLEDVWDYSNGEANVMIETQFE
KVYEKIDLTLLNRLLRLIVDHNIAEYMTAKNNVLLNYKDMNHLNSYGLIRGLQFASFIFQYYGLVLDLLVLGLTRASEIA
GTPMKPNDFLCYDSIATEVKHPIRLYCRYIERVYIVFRFTHEEQKDLIQRFLSEHPDPNNENVIGYNNKKCWPRDARMRL
MKHDVNLGRAVFWHIKNQLPRSVTTVEWENSFVSVYSKDNPNLLFNMCGFEVRILPKCRMLQEDFSHRDGVWNLQNETTK
ERTAQAYLRVDEESQKKFENRIRQILMSSGSTTFTKIANKWNTAVIGLMTYFREAVIHTTELLDLLVKCENKIQTRIKIG
LNSKMPSRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLRFSKQTDGGITHFRSGLTHDEDQMIPNLYRYVQPWESEFLDS
QRVWAEYALKRQEANAQNRRLTLEDLEDSWDRGIPRINTLFQKDRHTLAYDKGWRIRTDWKQYQLLKANPFWWTHQRHDG
KLWNLNNYRTDVIQALGGVEGILEHTLFKGTYFPTWEGLFWEKASGFEESMKYKKLTNAQRSGLNQIPNRRFTLWWSPTI
NRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESVVMDLCQVLDQELDALEIETVQKETIHPRKSYKM
NSSCADILLFAAYKWHISKPSLLTDSNDQFDQGTTNKYWIDVQLRWGDFDSHDIERYARAKFLDYTTDNMSIYPSPTGSL
ISIDLAYNLFSAFGNWFPGVKPLLHQAMQKIFKANPALYVLRERIRKGLQLYSSEPTEPYLSSQNYGELFSNQIIWFVDD
TNVYRVTIHKTFEGNLTTKPINGAIFIFNPRSGQLFLKIIHTSVWAGQKRLGQLAKWKTAEEVAALIRSLPIEEQPKQII
VTRKGMLDPLEVHLLDFPNIVIKGSDLQLPFQASLKIEKFGDIILKATEPQMLLFNLYDDWLRTISSYTAFSRLILILRA
LHVNNERAKVILKPDKTTVTEPHHVWPTLSDENWCSVEVALKDLILADYGKKNNVNVASLTQSEIRDIILGAEIAPPSMQ
RQQIAEIEAQAKEASQLTAVTTRTTNVHGDEVIITTTSSYEQQVFGSKTDWRVRAISATNLHLRCNHIYVSSEDARDTGF
TYVLPKNVLKKFICIADLRTQIAGYLYGISPPDNPSVKEIRCIVMPPQLGNHQGVTLPHQLPEHEYLKDLEPLGWLHTQP
NELPQLAPQDVTQHACILENNKVWDIEKAILITCSFTPGSCSLTAYKLTTTGFEWGRKNKDQSSNPQGYAPTHYEKVQML
LSDRFLGFYMVPDTGSWNYNFMGVKHQQSMKYGLKLDNPKEFYHESHRPVHFLQFASFEDLGAEGHDRDNSLA*      
>Gthe_46340                                                                     
CLAHALSTESEEIMGLLLGDLDNDELMARVWSVSLQRREQAARSDDRVEISPEQLAAATEEAERLGEHLGRPTRVVGWYH
SHPHLAVVPSHVDVSTQAMYQQMDTGFIGLIFSVFNSGR                                         
>Gthe_156517                                                                    
MEPGFLQLSTPSATHCHLHPLVMFQVLDHHTRRNDETGRVVGALLGSANADGSVAIRNSFPMNHDDVTHQDFGLFFNTME
ALHQKVNAREHVVGWYTTTKSTDDDKDEVGEEDVALHSFFEEKVGEKHACVLVRVDCNIQRASKLGVSAFTSSNMSLRSD
KTAPELVLGKCFSRVTCHIRAYEAERIGVDFITHNTIGQGGGEVLGTDLEKLESSMHKLMMMIDQSIQHVDDVLDGNVEA
DTKVGRALAETIAMVPEMSAAEFDTSFSKGLQDILMVQYLAAVTQAQISFWQKLQSMGA*                    
>Ngru_XP_002682558                                                              
MALPGGPKFEPLFRDVDAEDEDWNEFNDIHKIIIRQKVRTEYKVAFPHLYNDRPRKVELSSYRHPLLTFNKSEDPDADVF
EFHHSINPISSYKSQYDEEHNEFEYEDIGGDGDVFVLPDDVSPLLDEEPLWTPYTQQGIDLYWAPSPFCHRSGKMKRAQD
IPLVKSWYREHANPEHPVKVRVSYQKLLKCYILNELHHQPSKAQTKRNLFKSLKNTKFFKTTKIDWVEAGLQVCRQGFNM
LNLLIHRKNLNYLHLDYNFNLKPIKTLTTKERKKSRFGNAFHLCREILRLTKLVVDSHVQYRMGNVEAYQLADGLHYIFT
HVGQLTGMYRYKYRLMRQIRMCKDLKHLIYYRFNSGGVDKGPGCGFWAPAWRVWLFFLRGIVPLLERWLGNLLAKQFEGR
QNKGTAKSVTKQRVESHFDLELRAAVLHDILDMMPEGIRENKARVVLQHLSEAWRCWKANIPWKVPGLPSPIENMILRYV
KSKADWWTNVAHYNRERIKRGVTVDKTVSKKNLGRLTRLYLKDEQERQHNYMKDGPYVTSEEAVAIYTATVHWLESRKFA
PIPFPPLSYKHDTKLLILALERLKEAYSVKSRLNHSQREELGLIEQAYNNPHEALTRIKKHLLLQRTFKEVSIEYMDLYS
HLIPVYDVEPMEKITDAYLDQYLWYEADKRGLFPNWIKPSDSEPPPLLIYKWCQAINNLSDVWETSNGECVVMMQAKFDK
LWEKIDPILLNRLLRLVVDSNIADYMCAKNNVTLTFKDMSHVNMYGLIRGLQFSSFISQYYCLILDILMLGLDRASEIAG
PAREPNIFLTYKDLQTESNNPIRLYSRYIDEFHILFKFTHEEARELIQKYLTEHPDPNNENIVGYNNKKCWPRDGRMRLM
KHDVNLGRAVFWEITNRLPKSLTTLKWQDSFVSVYSKDNPNLLFSMSGFEIRVLPKIRAPSQQFVTSKDGVWDLRNEITK
ERTAQAYLKVSEQSMRKFENRIRMILMASGSTTFTKIVNKWNTAVIGLMTYFREAVVNTQEMLDLLVKCENKIQTRIKIG
LNSKMPTRFPPVVFYTPKELGGLGMLSMGHVLIPQSDLKYSKQTDTGITHFRSGMSHDEGQLIPNLYRYLQPWQSEFVDS
QRVWAEYAAKRREALEKNRKLGLEDLEDSWDRGIPRINTLFQKDRHILAYDKGWRVRNEFKAYQVLKQNPFWWTQTRHDG
KLWSLNNYRTDMIQALGGVECILEHSLFKGTYFVTWEGLFWERASGFEESMKFKKLTNAQRSGLNQIPNRRFTLWWSPTI
NRANVYVGFQVQLDLTGIFMHGKIPTLKISLIQIFRAHLWQKIHESVVWDLCQVFDQQVDTLQIQTVQKETIHPRKSYKM
NSSCADVLLFAAYKWQITKPSLLTDPNDTYDSSSNKYWIDVQLRWGDFDSHDIERYSRSKFLEYSNDNLSFYPSPTGVLI
GIDLAYNYMSAYGCWFHGSKPLIRKAMAKIMKANPALYVLRERIRKGLQLYSSEPTEPYLNSQNYGELFSNQTIWFVDDS



DVYRVVIHQTSEGNSTSKPVNGAIYIFNPKTGQLYLKIIHTSVWAGQKRKGQLAKWKTAEEVTSLIRSLPVEEQPKQIIV
TRKGLLDPLEVHLLDFPNIVIKGSELKLPFQSILKIDKFNDLVMKATEPKMLVFNIYDDWRESINSYTAFLRLILTLRAF
DVNPDKTKMILRPSKTTITQPHHVWPTLDDQTWVKVEVALKDLILSNYGKRNNVKVTSLTQSEVRDIILGMDIAPPSVQQ
QQIAEIEKEAKEATQLTTITTKKINQYGEEIITVTNTPYEQETFSSKTDWRMRAIAAPNLQIRTKRIFIEQEDIAESAYD
FVLPMNILKKFISISDLRTQVMGYCYGKSPEDNPKVKEIHCIVLVPQLGSHKTVAVPKQLPEHDILSGLEPLGWIHTQPA
SASHTRLTPQDVTFHSKVMNQHKSWDGEKTITITCQITPGSCNLTAHKLTPEGFDWGRKNKDIFSDEPQGFNHAAFYEGV
QIILSESYMGFFMVPDEGSWNYFFMGYGHTENMEYGVTLGVPKEFYHEVHRPHHFLNFSMMEDASSQTALEPSKPTVLAS
SSTEEENHEEADVDNLFE                                                              
>Ngru_XP_002682495                                                              
LRMVRITKDCYHSCLTHALTTSEEEIMGLLIGYINESTGVSTIWDCCPLRRVDKRRDRVEISPEQLVNAASMAEKLSTED
GIPTRVIGWYHSHPQFIHLPSPIDLSCQSQYQQMDSGFVGLIFSVFNNDKSSTGSIKLYAFQS                 
>Ngru_XP_002678028                                                              
MLGSKDAQKQWELENKVKEVTDEQLYKYDEEKEQKVREERPWEKDVKYFKKVKISALALLKMAMHTTKGQPLEVMGLMQG
KIDGDSFIVMDAFALPVEGTETRVNAGNEAIEYMGRYMDLSQLVGRPENVVGWYHSHPGYGCWLSGIDVNTQLTNQQYQD
PFVAIVVDPVRTVSAGRVEIGAFRTYPEGHTPSASSSSEYQSIPMDKIEDYGVYHDKYYQLECEFFKSSTDTKLLNVLWN
KYWINILSSSAAIKNRNYTNDSINDIARKMDKAEHEIGRGGKLSGFMMEKESKKKEETQLDKLTKDAVKLSTEVLQGIIS
QSVKDSLFNTH                                                                     
>Ngru_XP_002677652                                                              
MDPRLQRLIMQQMGGGGGMQGDQPLPDTAETVTISSLALLKMLKHGRAGVPMEVMGLMLGEFIDDYTVRCIDVFAMPQSG
TGVSVEAVDPVFQTKMLELLKQTGRPEMVVGWYHSHPGFGCWLSSVDINTQQSFESLTKRSVAVVVDPIQSVKGKVVIDA
FRTINPQLAMFGQEPRQSTSVQGHLNKPTIQALIHGLNRHYYSMPISYRKNELEQEMLLHVHKKTWTEGLKLVDFHEHEK
ETEKTIKSMVQLAKTYNKMVQEEGKSSREEYQLANVGKLDSKRHLENSVETLMGSNVNQTLGMMLNTIIF          
>Ngru_XP_002676027                                                              
MSNNQAVVAGGKRNQQDEKTNVTTNNNNNRKENGKQHTDDHRSDDNASSEKHYIVKKGDFSSDRTICHMMTEKKNNDRVF
SVIVEQSVVCGIIDHTYSDHNNEVIGLLGGFFDEKSYVVYISCFKALKRDIGNIAIDGVECDPNELIKAQEFFQEKDLIF
CGWYHSHPRIPPFPSMKDLQMQFEMQTQAQYAVGLICSAYYNEGTTMKKSEKHSFYMNCFRVEEKKGKYEALKVSYTVNN
TGVLQYETQNEMVKTLNTGLAESKDTFTRLFEQAVKENNKSKQLYIMSKYQSFLFDFWNNSINTRSRVLRQDIENLRAQN
TFLKKKLDDLNRKKDVLEPREPKEKKTKHYGNAKLIHGNKSVSLSSVHVVNSPSFNHIDFIENERETLRLIDEEEEISEE
SVIEQPPPPPSIEFLENPRIRHHNNAAYHCYNKAIVNGMTYKIGDHIRAETISNGNVTVQPARIQDIICLDIKNPDRFSV
TFFHVLYYYGIGVVRTCIPKDVADKHFSDSGEEEIVLYTNPFQLFLQPNKVYEKIFIYDYEACINLKYGGRALSPNQQLY
YCRYQLRHVENAFVVEDIDPTTLDKLAH                                                    
>Ngru_XP_002674907                                                              
MSQKLSAANTISQQQQQQDVVPVQEFGKDFIEKMENAPPVTEVSIDAMVLLKMINHCTEKVPIQVTGQLLGLDNEGVLEV
TNCFPFPSSSSYNESISEEERNDQDDKYQIDMLQCLTDVNVDNNTVGWYQSTYMDSFMNATTIANQYQYQRTLGNKRCIH
LVFDPLRTRRGELFVKAYRLSDKFIEAVKISYLQQTELSSMKKKYDLKNKNKKEDIEVLTEKEKLPESIEKIQITQEILA
TLNLSDKDIFDELPIQIHNYALVQAFLLDFENDEPSHLLAGYDSLDMANTQFLTRGLESLIEYADSLSVQQHRYQLYQKK
LAQQKQNAKKKDKTQEEQEFMLKSVQQPDQLDYLMIANQLGNACDQMTSFSSQSINLSKIAELGMKKE            
>Ngru_XP_002674743                                                              
MSVKVEESTSAIDLYIHPLILINISDHYTRKKYQLKGSSGDAFDSKVVGILFGTQDGRRVEVRTSFELVFSVDKGGVVNI
DHSYLQEKVEQYKQVFKNYDVLGWYSTGTEIRKEYSQIQQEIVRYNENPLMLLVSVAFGSVQKELPLYVYESNINNTTGS
EITWASLTYKIETEESERIVVDQVNRMDKRDGSSSSLIPQYVTVSNAVGMLIERVDILVNYLEQVKAGKIEPDYKKLREI
SSLSHRLPAVVSDKFKSDYVNDVNESLIITYLATMTKGINQFNNVVEKYSSLSAGKKRMY                    
>Ngru_XP_002673210                                                              
MSQQHIDPHAAKLAAQRSSVDYTDFPAFPTKLVVHPLVLLSVVDHYNRVAKDTSNRVAGVLLGEITKDGVVDVTNSFAIP
FEEDSKDPTIWFFDHSFLESMLAMFRKVTAKEKVVGWYSTGPKIRKSDIEIHQIIKEKYLPHPTYCIIDVNPEQENVIPT
DAYVAVEEREDQQSQPKLTFTHLSSEIGALEAEEIGVEHLLRDVKDTTISDLASAVSNRMTSLKALRGRLSEVNTYLSQV
STGKMPVNHNILYLLQDVFNLLPGLHTTDTKQSLVKKTNDTYLAMYLGSVIRCIVSLHDLINNKIEMREIEAKQSKKEAE
KKEEAEKTSTETKEVQKTSQDKK                                                         
>Ngru_XP_002671056                                                              
MQGSTSCLLINEKNNGTTTSTYKLHPLVMLNILDHYQRVAFNSKTDIIGCLFGEFREGGYFEIKNTIPLKFTENTTDIDV
SYYKKMESLHHRVYSNDTLIGFYTISTSKTTVDKQIYQSFSDNIMKSPLVLDCTINVPQGNETVTGRLIDFKGYMNRELK
FKDKVVGTLFEQVRVEYIMTDNEKLSMNYLQTNKYLQSNIVLQQTIQQLKKDLEEIGKYLQSSNKKNFELYHFLLSSFQL
LKPVDDFDKTIGQHNKDLQMIVYLSHLLQQNLKINEQLTTTSHEL                                   
>Tvag_XP_001327650                                                              
MEVFIHPQALLQIADHTTRSKYFSENIKYICGVIYGRQEGSDLELTSTIEINFIEEGYEIKVNPKTYEPLNNHHLKLYPE
EIPLAWYSCQDLPESEISKINNAFAEIFKVYLRIHFKNEENPIDVFLLSENETWIPTSYSYKTEAPERIALIHLQSDGKA
ENRIEFTKTAFRVLDSHIDKILSYLENVKSGNKPFNCELVRKCATIAKWWKHSHMKKQPTRLVTAGELSYITGILAETYI
ELESKYKKNTH                                                                     
>Tvag_XP_001326477                                                              
MDNQEGNIIYNDKSISDPSVNIAQIHPLVIFKIADMYLRRGPEVNYCVGLLLGEILNREAIIRDVVPLKPGQENETDIAS
LSYQQHHMLYPNEKILGWYSYSEQNIEFPSIIAEGSSGIHVWMRPYVPPKIDVFSVNKNSELHLVSLPIQYNIEANIPEQ
LSLSRVADATSHGSLQAAINELRLLLKTTNDRISTTNYDRELCRKVHKAIAQADLNPSSLKTLADSRRHIDDFMGILDKT



NERINDVQEILSIQWK                                                                
>Tvag_XP_001325245                                                              
MTEESNDYSSTMPQGHFDTAETVQISGIALLKMLKNAQAGIPNEVYGLIVGRFIDDYTVSVVDVFPMPQNPTGGSAPVED
PYRNQMCSLLKKIARTEEVIGWYKSHPGTGVWLSGVDVNTQMQWEKSNQRCIAVVIDPVQSVKGKVVIGAFRCIAQYAYS
NCEECRETTSFIGHLEKPTTKALVRNLNRQYYSMPVTYRMNIYEQQMLMSLNRQVWVNGFELPNFVKSDKKSIEQINLLT
QISPDYRRSILDEEGMNESELLARHIGKVDPEAVIKEETTDLATKEYQCLIRIHHDMNSF                    
>Tvag_XP_001316024                                                              
MSAIEEQFFFNFDPTEYSSKRAAYNKILDGDPSYPNRTLVTPCALISMVNHAVSGGNNEIIGTCIGQVNTRDFYINDVFS
SSVLGTETNCDISSAVWSQLIEVSKSVAKTGKKATGCCAWYHSHPDYGCWLSATDVIAQRQMQLGSTRTCALVVDPKKTE
RHNRIFLGSFRTFPPDKARGEKSENSFVPDGKADDFKKSLSQYYTLSIEYYLSQIDRKVLKDVITSTWGRSLAQSPLEAN
SEWIYNYVKDKIVCSLGQAYLGRLTSKADVDLFTGMLNEIDNARIRGIEIQKMKNHVFLAK                   
>Tvag_XP_001329881                                                              
MLSETKRVDITKAAVHPIVLLSIADHHNRVVTQRQKRVIGILLGDIYKGQANIFQCFGVPFEEDSEDPSVWYFDTNFIEE
MYSLHKKVTLKEKIIGWYSSLATVSPNDLEIHRKMCDYCPDPIFLTTDVGASDPHEIPACAFLGAERVRKDGQPIVTSFR
NIPTTVEFLEVEEIGVEHLLRDIKDVDMSAIGCTLTNSIHGLAALEHRLRAISQYLGDVIDGKLQIDNEILGVIQSIFNL
LPNFELKETVDSLNTKADDATFMIFISQLCRSVVSLHELVNGRHPPLAATDPTPPTPDQITDESIDYYNVF         
>Tvag_XP_001318214                                                              
MSVQQAIDIKRVAVHPIVLLSIADHHNRIVNNRTKRVIGILLGDVYQGQVNVLQCFAIPFEEDIDNPNIFFVDTNFIDEM
FKLHKKVTLKEKIIGWYSSLSTISPNDLEIHKVISKYNPTPIFLTTDVGASDPHEIPTCAYIGTERERVDGLPLVTTFKT
LPTVVDFLEVEEIGVEHLLRDIKDVDVSEIGTTLTNSMHGLAALEHRLKAISDYLNDVIEGKLPIENEIIGVIQSIFNLL
PNLTLKETVDSLATKADDETFMIFISQLCRSVVSLHDLVNTRHPPLAEKEKAKEEAEKPKN                   
>Tvag_XP_001312868                                                              
MQALAGLPTNAQKIHLDTGETVYISGMALLKMLKHGRQGIPIEVIGLMLGSFVDDYTISVVDVFATPQSATGTSVEAIED
AFQAEMVELLKNVGRPENVVGWYHSHPGYGVFLSDVDVQQQRSFERLNTRCIAVVVDPVRSVRGKVVIAAFRSTPLQDLM
MNNKEPRETTAFTHASYVATSHFHKPDDVYYQLNISYRMSAPEEHMLKSLNRPEWSRGFSTNSFAKEDSNNLSKLKALID
SIPSYKQDITDEEKLSGTDYQLRHVGKVDPKEFLRSNSEALASHVSSQLFRTNLNATTFK                    
>Tvag_XP_001312642                                                              
MEDIDESFFYTFDSEEYNKLWAEVKNSEDPVLYKTCIITPRALITMVDHAIAGDRNEILGFCLGKATKNTILVNDVFSTT
TLGTETNCYATTESYVQYFAVKESLELSGRQSANVSGWYHSHPDYGCWLSTTDVIAQNIMQATGPMVALVVDPIKTANTG
KVFLGAFRNFPQSYISSQHNFGNSLIPSEKIKDYGASAGKYYQLAINYFLTDSDKLVLNDIIQHSWGEELAESPLIANSI
FIAAQINDQAAKRINMLANNVMSGTDIETLKNIVRGINEDRRAGIMIQKMKSEVFG                        
>Tvag_XP_001310070                                                              
MFDHDTFAMEGMRTQPAHFDTSETVYVSGMALLKMLKHGKSGIPLEVCGLMLGRFIDDYTVHVVDVFPVPSTGTGTAVEA
IDEVYQISMTKMLKSVGRQEDVIGWYHSHPGFGVWLSNVDINQQLYWEKINPRCIAVVVDPVQSVRGKVIIGAFRCIPQN
QMTFQPNTEPRETTSFIGSLEKPSIKALVRGLNKLYYQLPVAYKMNTFEQQMLMSLNRPTWVAGFDLPSFVSREKQELTK
IKRMTDCVDNYRHSIIEEESLTSSEYETRHVGKVDPKQYIKENAEEISEKEASQLIRLSIDGTAF               
>Glam_XP_001707361                                                              
MHRSTMLETVIKMFSGRVPMGVMQRAKQNPSLDHAESVIVSHVALIKMLRHCKQGIPIEVMGLLLGTFVDKYTVYVSDCF
SMPQVGQADSVDSVDEVFQAEMMEMLKKVNVPENCVGWYHSHPGYFAWLSHIDQNTHKSFERLDYRSIAIVLDPMNSTSG
KLVIEAFRLIPGASMGLSFGISFGSSTDTRVITSDKGFMRPKNPTSLLRGLDKQFYAMPLTFSMLGYERVMLSKLASTDW
VTILCGTGHGLTIDEESKADDRATHTVERPSDFEMYADRTPLETLQHLQSALKLATTSNVSRPCEILADKLRGQCFAQDF
SLTVFSHVMGTPSK                                                                  
>Glam_XP_001705055                                                              
MAQLEVQVSPTVILSVADHRRRILADGGPENRRVLGCLIGTCSEGTVRVTTSFPVPFSEARGQDGVFYIDMLYQKKMLSL
YQRVYHFEGVVGWYTSGTAIQVADMVIHEHLGFKNDHTKVLLCVDCTELSSDIDVYRPCIRAYAFATVNGVISAHLIASK
VMVSDVERVVLSGDSATDNSVSTGAITSHTGSSTFPMQIRQYSAALQILEEEIRHIISHLEEREADVDPEILVLVQETIN
LLLGIDVTELIGSEHRAMACGYVVSDLVQTVLAVQKVIGSLKPVTS                                  
>Tcru_XP_819166                                                                 
MAQMMGTLVLPPFVAAAIVEHAKRRRNSAGYLVGSRSGNQITVTDYIPCTHESTSDVRTRAYAEELKERVSLKKCYTPSI
TLVGWYAAATPEPGKERAFDLWCQAPGASFSKIRSHNQAVMLLGRMPTAADLGIRWEAYITSNMNDGDSLQCERMQQLTV
SIEAETPSMNVLLAEMISKTLYNGSMPYPTNRITNLDRVALEAESRETEFGRKDNSRNDAEPRPVEAALLNVQNKLHQAI
SHARAILVAGNKNKSERQNESAAVVENYETILAEKSQQSSRDDFITESYKDALMIKYTAALLRRHVMEIERHGRQELKEK
TQHGHGHGQNNTSSPRGPRKLGAFR                                                       
>Tcru_XP_816808                                                                 
MAQMMGTLVLPPFVAAAIVEHAKRRRNSAGYLVGSRSGNQITVTDYIPCTHESTSDVRTRAYAEELKERVALKKCYTPSI
TLVGWYAAATPEPGKERAFDLWCQAPGASFSKIRSHNQAVMLLGRMPTAADLSIRWEAYITSNMNDGDSLQCERMQQLTV
CVEAETPSMNVLLAEMISKTLYNGSMPYPTNRITNLDRVAVEAESREAEFGRKDNSRNDAEPRPVEAALLNVQNKLHQAI
SHARAILVSGNKNKSERQNESAAVVENYEAILAEKSQQSSRDDFITESYKDALMIKYTAALLRRHVMEIERHGRQELKEK
TQHGHGHGQNNTSSPRGPRKLGAFR                                                       
>Tcru_XP_816330                                                                 
MMMMQPDAARRGDRHEVTRSQWEMHNSVITDDAFLSPNMELMEELHKTQPWKKSPRYFQRVKVSVLAALQMMIHAKRGSP
NVTCSNGSGVAESSAASMRNEPSRENWFEVMGLMLGHFNEDEMIVTSAFALPVDASEVECSMNDASQLYMLDFLQYHQRG



GTQEGCIGWYHSHPGYTCFLSGTDVNTQQLGQTAQDPWLAIVVDPVRTISTGKLDMKAFRTFPENYVAEQQGTSQHTQGK
HWEGSTTSTWVPSERIREYGVHAHRYYELPITLVRSKDDEAQLECLWSRYWALTFCSNPLTANRKLMTKQIHQLAEVLES
GVASRHQTMVKGDGYLPGHKLGSQHQRKGGGAEDDETPDGVEAFKQRSLHVRYLTSSLASEAASGGTLLVVKNSVFRA  
>Tcru_XP_815054                                                                 
MMMMRPDAGRRGDRHEVTRSQWEMHNSVITDDAFLFPKMELMEELHKTQPWKKSPRYFQRVKVSVLAALQMMIHAKRGSP
NVTCSNGSGVADSSAASMRNEPSRENWFEVMVLMLGHFNEDEMIVTSAFALPVDASEVECSMNDASQLYMLDFLQYHQRG
GTQEGCIGWYHSHPGYTCFLSGTDVNTQQLGQTAQDPWLAIVVDPVRTISTGKLDMKAFRTFPEKYVAEQQGTSQHTQGK
HWEGSTTSTWVPSERIREYGVHAHRYYELPITLVRSKDDEAQLECLWSRYWALTFCSNLFTANRKLMTKQIHQLAEVLES
GVASRHQTMMKGDGYLPGHKLGSQHQRKGGGAVDDETPDGVEAFKQRSLHVRYLTSSLTSEAASGGNTAGGQKFRLSSMI
FLLVLARVFLSF                                                                    
>Tcru_XP_814867                                                                 
MNNIANLLRAQTGGGNARAVPTEDLRDTAETVQISSLALLKMLLHGRAGVPLEVMGLMIGEQVDNYTIRVTDVFSMPQTA
TGQSVEAVDPEYQVHMLDKLSVVGRSEKVVGWYHSHPGFGCWLSGEDVMTAGNYEQLTPRSVSVVIDPIQSVRGKVVIDA
FRTTKDALMGGRNMYEEPRQTTSNLGWLTRPSPVALTRGLDRDYYSLAITFRKKNHELALLLNVYKKGWQEGFRLENMEK
FDRQTIREKIRTLASLAGQSERLC                                                        
>Tcru_XP_813756                                                                 
MPKDKPQQNPASVDDNRIDDSIARGDGDNARDSGDGPGDNFLFTPTAARVDVHPLVLLSLVDHYARVNTKVTQKRRVAGL
LLGRYKRLPDGTQLLDINNSFAVPFDEDPHNSDVWFVDTNYADEMFHMFRRVLPRVQVVGWYSAGPSFSVQPNDMLLHLL
VADRFTANPVYCIVNTDPGNKGVPVLAYTTVQGREGVRSLEFRNIPTHLGAEEAEEIGIEHLLRDLTDSTITTLSTQIQE
RELSLAHLSCVLQSIEDYLQDVAEGLMPISEDVLSVLQELISLQPHIYHLKRSTEMIRHSNDQAIAMFIAAIGRCVGALY
DVIANRRRINSEMVEVRARREQALKEKLEHEQHKAKEVVTTEKDENNNAK                              
>Tcru_XP_813372                                                                 
MSCISTNNEQLSLLMHMTKEEPSMPIRLQPLVILNITQHATRVWQHSATSTTATALGVLLGRPTVDGGTEIMSSFEVVGY
ETGNTAARSVDWRAVRSKKERLAEVFAELVVVGWYGVGRTREDAVQCSSIMHVPLLDVFGDVPNGVMLALMVDRAPPASL
ATLPVHLFEATTSRDGVRHTAGEEQRGQEAIQRHRSHNYNSEISPCTAAHGSRILCHNEGAPRTTVCLRNVRFLTGSDDM
AQIGIGAAMSTIGPGNRSGGHEGGTVSSHPQRVKRSLLLLKRRVVLVLEHLRAIESGCVACPAPDVLRHVAKACAMLPVS
THDASLCPVAAVIIPTTAADEEVCGALAITLLSLETKCALALCELVRAQEEGPAVGRLPGCAGPTEIGVSGRRQC     
>Tcru_XP_812535                                                                 
MMMMRPDAGRRGDRHEVTRSQWEMHNSVITDDAFLSPNMELMEELHKTQPWKKSPRYFQRVKVSVLAALQMMIHAKRGSP
NVTCSNGSGVADSSAASMRNEPSRENWFEVMGLMLGHFNEDEMIVTSAFALPVDASEVECSMNDASQLYMLDFLQYHQRG
GTQEGCIGWYHSHPGYTCFLSGTDVNTQQLGQTAQDPWLAIVVDPVRTISTGKLDMKAFRTFPENYVAEQQGTSQHTQGK
HWEGSTTSTWVPSERIREYGVHAHRYYELPITLVRSKDDEAQLECLWSRYWALTFCSNPLTANRKLMTKQIHQLAEVLES
GVASRHQTMVKGDGYLPGHKLGSQHQRKGGGAEDDETPDGVEAFKQRSLHVRYLTSSLASEAASGGTLLVVKNSVFRA  
>Tcru_XP_807107                                                                 
MFSESDRRVRYTKGIGPQEASKEGGLLGDEGGKTWRMAKDKPQQNPVSVDDNRIDDSIARGDGDNARDSGDGPGDNFLFT
PTAARVDVHPLVLLSLVDHYARVNTKVTQKRRVAGLLLGRYKRLPDGTQLLDINNSFAVPFDEDPHNSDVWFVDTNYADE
MFHMFRRVLPRVQVVGWYSAGPSFSVQPNDMLLHLLVADRFTANPVYCIVNTDPGNKGVPVLAYTTVQGREGVRSLEFRN
IPTHLGAEEAEEIGIEHLLRDLTDSTITTLSTQIQERELSLAHLSCVLQSIEDYLQDVAEGLMPISEDVLSVLQELISLQ
PHIYHLKRSTEMIRHSNDQAIAMFIAAIGRCVGALYDVIANRRRINSEMVEVRARREQALKEKLEHEQHKAKEVVTTEKD
ENNNAK                                                                          
>Tcru_XP_807104                                                                 
MLLLFVVVALFLFELLQGRGRTKKKKKKKRERHNHRQQRKTGKRKLPYIGKRGMNNIANLLRAQTGGGNARAVPTEDLRD
TAETVQISSLALLKMLLHGRAGVPLEVMGLMIGEQVDNYTIRVTDVFSMPQTATGQSVEAVDPEYQVHMLDKLSVVGRSE
KVVGWYHSHPGFGCWLSGEDVMTAGNYEQLTPRSVSVVIDPIQSVRGKVVIDAFRTTKDALMGGRNMYEEPRQTTSNLGW
LTRPSPVALTRGLDRDYYSLAITFRKKNHELALLLNVYKKGWQEGFRLENMEKFDRQTIREKIRTLASLAGQSERFIAQG
LDEDDIGNIGRTNPILHLQMEAEGLINANLNQSIGAMINGVAF                                     
>Tcru_XP_805871                                                                 
MEKRAPLEKVCVADTVIQACLAHAFTTEQEEVMGLLLGEVTVHHGCGATAAISSETVRVAATVSPAISTGAKSFGGNVNA
PTPTPTSTVRKRANVWGAWILQRSVRRADRVEIAPEMLAGASDEAERYTKQVGHHTRVIGWYHSHPRITPYPSQVDLRSQ
GSYQQMESGWVGLIFSVFYSDATNRNGVSIHCFQTGPGETHEKVEIEIVPVGSMPLRSLPPCEVTHRLLHVFRSEVNAAV
ELVRRRCKDAPDAMAAAFALQEVQLYTLEKLIAQPTLRHLRACISYMEREVKRLEKELAAQNS                 
>Tcru_XP_802945                                                                 
MEKRAPLEKVCVADTVVQACLAHAFTTEQEEVMGLLLGEVTVHHGCGTTAAISSETVRVAATVSPAISTGAKSFGGNVNA
PTPTPTPTSPSTVRKRANVWGAWILQRSVRRADRVEIAPEMLAGASDEAERYTKQVGHHTRVIGWYHSHPRITPYPSQVD
LRSQGSYQQMESGWVGLIFSVFYSDATNRNGVSIHCFQTGPGETHEKVEIEIVPVGSMPLRSLPPCEVTHRLLHVFRSEV
NAAVELVRRRCKDAPDAMAAAFALQEVQLYTLEKLVAQPTLRHLRACISYMEREVKRLEKELAAQNS             
>Tcru_XP_802146                                                                 
MGLLLGEVTVHHGCSTTVAVSSETVKVATTVSPAISTGAKSFGGNVNAPTPTPTSTSTVRKRANVWGAWILQRSVRRADR
VEIAPEMLASASDEAERYTKQVGHHTRVIGWYHSHPRITPYPSQVDLRSQGSYQQMESGWVGLIFSVFYSDATNRNSVSI
HCFQTGPGETHEKVEIEIVPVGSMPLKSLPPCEVTHRLLHVFRSEVNAAVELVRRRCKDAPDAMAAAFALQEVQLYTLEK
LIAQPTLRHLRACISYMEREVKRLEKELAAQNS                                               
>Lmaj_XP_001684250                                                              



MNVADMPNTSAKLRESREPLSEVRISDQVVQSCLRHAFTTEEEEVMGLLLGRIEVQPFTELHIDGSRDAGFPASPADGAV
NGVRSRGSGTAVSIAGAAPVPLSASAAKREKVAYIWGTHVGERNVQRSDRVEMSAESVASATEAADRMTTDTGVRTYVVG
WYHSHPRIPAVPSPVDLCTQGRFQQYMESGWVGLIASVFNTEANITCGHCALHCFQAGLGNEHVEVPMRIVPQSALFASL
DPIGALPDTTPRLLQVLQQEVRDAVAATVRESAHDAATSRAARGLAEVQLFQIDRLVAEPTRKELVHCSLPLLRAEVARL
EAALAATAGAAPQPQH                                                                
>Lmaj_XP_001686156                                                              
MDPSAFGMMAGRGMGRQTEVRDARDTAETIQISSIALLKMLIHGRAGVPLEVMGLMIGEEIDDYTIRVADVFSMPQTATG
QSVEAVDPEYQVHMLDKLKLVGRHENVVGWYHSHPGFGCWLSSEDVMTAAGYENLTPRSVSVVVDPIQSVRGKVVIDAFR
TIPQEIMAMRAMGEYVEPRQVTSNIGFLSKPSAVALSHNLNRQYYNLPVTFRKKNHELRLLLNVYRKGWQEGFKLEKAKV
YQRETRTSIRELISLSKQAEKYITQGRDEDDLGNVGQINAMSHLQMEAENVIHRNLNQSIGAMINAVVF           
>Lmaj_XP_001685352                                                              
MSNDPKPTKPDPRVANNDVASDDGSDGKGDVAAPPAFLPTAGRVEVHPLVLLSLVDHYARMNTSAVQKKRVAGLLLGRYV
RDSTGMQTLDINNSFAVPFDEDPQDAGVWFFDTNYAQEMFAMHKRVLPKVKVVGWYSSGPTIQPNDMLLHLLVADRFCLN
PVYCVVNTDPNNKGVPVRAYTTVQGREGTRSLEFRNIPTHLGAEEAEEIGIEHLLRDLTDSTITTLSTQVQERELSLVHL
CKVLQQIEEYLKDVGNAVMPISEDVLEVLQELISLQPEIYARRSSTEMIRHTNDEAIATFLAAIARCIGALHGVIMNRRK
LARELQEIKDRRARAAETRLENEKMKIEEAAKEKDTNQA                                         
>Lmaj_XP_001682164                                                              
MSTSVASPAQRSSGQSQWSLSTPVSSGPQHKLCSSVPIVSDAYWTPDFAHMETARQQKPWRFDSLFFESVSVSLAATVKM
FLHGTRGCPDMSQGRFNWFEVMGLLIGHFSHRELILTDSFSLPVAASEVECSMTEASQIYMANYLEYHRRLGKAEPGCLG
WYHTHPGYSCFLSGIDVTTQQGSQQIQDPWVALVIDPVKTLQTGQFSMKAFRTYPGGDFQGQRSRSASHSAVDGAHPAAS
PANATAFTMPDEYGIPPSNRVKEFGMHAHRYYELPVRIVQSARDAPLWELLQRHFWPLSLSLTFPFAPSTRICHCCSAEL
AKVVSALGARAQDSCTRERSPLACDGFSRGCVGSMPLLYQSSKVVGSAQACSGGDGSADADDVAEMEQRLLAITGEVLRV
RAESFSLIGASHPVHAELLAAMRAVAAAAEPATTDKRHSCTSLEIARNARKEASFSSLFTSRCDDPMEEEEEEEEEEG  
                                                                                
                                                                                
*******Josephin***********                                                      
>Hsap_ENSP00000216039                                                           
MSCVPWKGDKAKSESLELPQAAPPQIYHEKQRRELCALHALNNVFQDSNAFTRDTLQEIFQRLSPNTMVTPHKKSMLGNG
NYDVNVIMAALQTKGYEAVWWDKRRDVGVIALTNVMGFIMNLPSSLCWGPLKLPLKRQHWICVREVGGAYYNLDSKLKMP
EWIGGESELRKFLKHHLRGKNCELLLVVPEEVEAHQSWRTDV                                      
>Hsap_ENSP00000293431                                                           
GDAETPGSVERRGRRGAEDGMSQAPGAQPSPPTVYHERQRLELCAVHALNNVLQQQLFSQEAADEICKRLAPDSRLNPHR
SLLGTGNYDVNVIMAALQGLGLAAVWWDRRRPLSQLALPQVLGLILNLPSPVSLGLLSLPLRRRHWVALRQVDGVYYNLD
SKLRAPEALGDEDGVRAFLAAALAQGLCEVLLVVTKEVEEKGSWLRTD                                
>Hsap_ENSP00000369996                                                           
MDFIFHEKQEGFLCAQHCLNNLLQGEYFSPVELASIAHQLDEEERMRMAEGGVTSEEYLAFLQQPSENMDDTGFFSIQVI
SNALKFWGLEIIHFNNPEYQKLGIDPINERSFICNYKQHWFTIRKFGKHWFNLNSLLAGPELISDTCLANFLARLQQQAY
SVFVVKGDLPDCEADQLLQIISVEEMDTPKLNGKKLVKQKEHRVYKTVLEKVSEESDESGTSDQDEEDFQRALELSRQET
NREDEHLRSTIELSMQGSSGNTSQDLPKTSCVTPASEQPKKIKEDYFEKHQQEQKQQQQQSDLPGHSSYLHERPTTSSRA
IESDLSDDISEGTVQAAVDTILEIMRKNLKIKGEK                                             
>Hsap_ENSP00000445076                                                           
MESIFHEKQEGSLCAQHCLNNLLQGEYFSPVELSSIAHQLDEEERMRMAEGGVTSEDYRTFLQQPSGNMDDSGFFSIQVI
SNALKVWGLELILFNSPEYQRLRIDPINERSFICNYKEHWFTVRKLGKQWFNLNSLLTGPELISDTYLALFLAQLQQEGY
SIFVVKGDLPDCEADQLLQMIRVQQMHRPKLIGEELAQLKEQRVHKTDLERVLEANDGSGMLDEDEEDLQRALALSRQEI
DMEDEEADLRRAIQLSMQGSSRNISQDMTQTSGTNLTSEELRKRREAYFEKVFFKNLQQNQHFHILKQQQKQQQQQQQQQ
QGDLSGQSSHPCERPATSSGALGSDLGDAMSEEDMLQAAVTMSLETVRNDLKTEGKK                       
>Cint_ENSCINP00000000050                                                        
MFCILIIISTSLIIIVMSCLALRGSHPDEPAPRKVYHERQHFELCALHALNNVFQDPNAFTKEQLDEICSRLSPDTVLNP
HKSMLGTGNYDVNVIMSVLQSKGHAAVWWDKRRSLERLCLTNIKGFILNIPSTIGWGVLTIPLKRRHWIAVRAIENMFYN
LDSKLKQPEVIGEAAQLKKFLAKKLSSKNCELLLVVSTEVEVVRGWKEGNSPTNSLSQLES                   
>Skow_XP_002736946                                                              
MPIHWLCGSNINNSVVESRTLCVVDQNTEFEASDNTETIVRRNCTMPIYHEKQKRELCALHALNNVFQDGQAYNKQMLDE
ICQNLAPSSMLNPHKSVLGLGNYDVNVIMAALQLRNCEAVWWDKRKNLDILNFDNIIGFILNMPSPLQWGLLSLPIKRKH
WVAVRELDGAFYNLDSKFKSPDTIGDREALKSFFRAQTRVKECELLLVVSKEIADVRGWKFENGVYGGACAS        
>Skow_XP_002731119                                                              
MDAIVHETQDGSLCAQHCLNALLQGEYFTAVDLSMLARDLDEEERKRMAEGDLQSAEYLKFLEQPSGNMDDSGFFSVQVI
SSALSVWGLDLVPFGSEAATVATVDPTTEIAFICNYKEHWFTVRKLGRQWFNLNSLLTGPELVSDTYLSMFLAQLRQEGY
SIFVVKGQLPECEANEVLQIIEAVQTQRPKLLSELQKQNKSANDGASTSKQHVNLDDLQKALKASGQCFESDQEEEDRLQ
EAIRLSMQGCDGGSASSSQAVDLDEVRQKRQAYFDRHRLEGEQCQETQLNCGSPELEINDNDKITSFTQSDDELEQMSTQ
ELETTAIEGTKKTVSDLTEEEMLKIAMDLSMNAEDTE                                           
>Dmel_FBpp0070860                                                               
MESPSARTLGNSLGDDSGNGNENGNGSGNGNTTMMPHGIYHERQTRHLCGLHALNNLFQGPDMFSKSELDDYCTTLTPRN



WLNPHRSWIGWGNYDVNVIMYALQQRNCEAVWFDRRRDPHCLNLSVIFGFILNVPAQMSLGYYIPLPFHMRHWLALRRLN
GSYYNLDSKLREPKCLGTEQQFLEFLATQLQMDHELFLVLDEETDCKDKSQQRWLLPQFRD                   
>Cele_F28F8_6_1                                                                 
MSKDDPINSIFFEHQEAALCAQHALNMLLQDALYKWQDLRDLAIQMDKMEQQILGNANPTPGRSENMNESGYFSIQVLEK
ALETFSLKLTNIENPAMVDYKNNPLTARAYICNLREHWFVLRKFGNQWFELNSVNRGPKLLSDTYVSMFLHQVSSEGYSI
FVVQGVLPRSDADDLISLCPVVPPKVTPKKEQKLEKVMTKFFNTVGKRLGGGSGAPPDSQEEKDLAIAFAMSMETKDGSE
VSRSSAEIDEENLRKAIELSQAPGPSEPAEIPLLTRSRSSTPPGASEPFSNAEQQRRDRQKFLERFEKKKEERNDEK   
>Cele_Y71H2AR_3                                                                 
MTSSPEIYHEKQRLQYCLIHTVNNILQKSEFDPTKMDEICYAFNESKWFNPHRSWIGTGNYDANILMAALQKHDLKVMWF
DKRVSVEKINMENVKAVVFNIPSRTLLTLYRGRHWFAVIQKNGIFYNVDSKIKQPQVIEDIRKFVKIHVDSPDSEVMLVV
ENSVDEATVVDKN                                                                   
>Ctel_88757                                                                     
QQEGSLCAQHCLNALLQGNYFTAVDLAELARQLDETERQTMAEGGLATEEYQRFLQQPSSNFDDSGYFSIQVLQRALRVW
GLELMPFKSSDYVATSARADPTSQNAYICNFKDHWFCIRKLGHQWFNLNSLLTGPELISDTFLSLFLTQLQQEGYAIFVV
QGDLMESEADRLLTVAPAVQPVKPPLIADAPSAASASSADVDLARALEESRRMIDDQDQTLRDTLTQSREGSGATEDDDL
QRALALSL                                                                        
>Ctel_21671                                                                     
MDSIFHEKQEGSLCAQHCLNALLQGNYFTAVDLAELARQLDETERQTMAEGGLATEEYQRFLQQPSSNFDDSGYFSIQVL
QRALRVWGLELMPFKSSDYVATSARADPTSQNAYICNFKDHWFCIRKLGHQWFNLNSLLTGPELISDTFLSLFLTQLQQE
GYAIFVVQGDLMESEADRLLTVAPAVQPVKPPLIADAPSAASASSADVDLARALEESRRMIDDQDQTLRDTLTQSREGSG
ATEDDDLQRALALSLQGFQESAPPPSTSANQTSTSAEEVRRNREAFLDRLKADQQTSNASAEISQTNSQEPSADSGESAQ
TDEEMLQAAIAMSMSTKST*                                                            
>Lgig_118875                                                                    
MEHIFHEKQEGSLCAQHCLNALLQDQYFSAVDLAQIAERLDVQEREYMAEGGVHTQEYQQFLQQPSSNFDDSGFFSVQVI
SNALKVWGLDMIPYNSPSDQATEARNNPTNQRAFICNFRQHWFAIRKLGNQWFNLNSLLTGPELISDTYLSLFLTQLQQE
GYSIFVIKGRIPDCEADQLLKLIPAVQTVKPSLLVDPDSQSEDNSNSSNIQDALEQSRQAADQEDITLQRALQMSMEGKS
PNL*                                                                            
>Lgig_177803                                                                    
MESEKNTDEDAPYHERQQKELCALHVLNNLFQDKNPSDRFTKKDLDDICIRLSPDSFINPHRSFLGLGNYDVNVIMSAVQ
RKGCETVWFDKRKSINSLIFENIVGFILNIPTDYRLGFVRIPLHRKHWIAIRKLQGLYCNLDSKLESPETIGTEEELKDF
LKSQLDDVNKELLLVVHSEISESGRWRKDSIEHNDNKINHF*                                      
>Nvec_XP_001639386                                                              
MEAIFHEKQEGSLCAQHCLNTLLQGPYFTAVDLAAIAQHLDEEERRRMAEGDTESEEYRKFLEQPSSNMDDSGFFSIQVI
CNALTVWGLDLVPYSSPAAQDARKNPQNQQAFICNLQQHWFTLRKLGNQWFNINSLKTEPELVSETYLSMYLTQLQAEGY
SIFVVHGKLPECEADQLLRLCPALPHKKPTPRDKKTSHQLINKADLSSAL                              
>Nvec_XP_001630132                                                              
MENGSIYHEKQNHMLCAVHALNNLFQDPNAFSKKSLDDICYLLDPNSTINAHKNPLGLGNYDVNVVMAAVNQKGCEAVWF
DRRMNPDCLDLDNIFGFIINTPSGMNIAGIGLPIKRPHWYGVRKIETCYYNLDSKLPCPKDLGDNNQMIHFL        
>Nvec_XP_001619745                                                              
ICNALTVWGLDLVPYSSPAAQDARKNPQNQQAFICNLQQHWFTLRKLGSQWFNINSLKTEPELVSETYLSMYLTQLQAEG
YSIFVVHGKLPECEADQLLRL                                                           
>Adig_15244v111703                                                              
MSYKQSYLRDHPPFCFVEKDYFGVLKQYLAPVFHQTPSGKNAMEFIFHEKQEGSLCAQHCLNALLQGPYFTAVDLADIAR
QLDEDERERMAEGDMTSKDYQEFLQQPSSNMDDSGFFSIQVICNALRLWNIKLVAFPSPEAKEARENPQNQRAFICNLQQ
HWLTIRKLGHQWFNLNSLLAKPELITETYLLLYLTQLQTDGYSIFVVMGRLPESKADQMLKMCPAQLVKKPANKNTFQKS
ISKSDLTAALQQATVGGRDKPADMEEIRRRRELYFTRQQQNQENDTTRGQSAVRTDSSQIAGGPDMSVAASSQGTSDLLD
EEILEIALQLSLVNQ*                                                                
>Adig_19478v115365                                                              
MVVNKPSSMNLVGLEIPFKRPHWLAIRKVNGSYYNLDSKLTSPQLLGSEENLIAFLTEVLSLEDAQLLIIVGKSEAENCL
WKRQ*                                                                           
>Hmag_XP_002155183                                                              
MIILLTSTFLVGCKAEIQVDEAGKININSNDNMESIFHEKQEGSLCAQHCLNSLLQGPYFNAVDLASFAHELDEAERSTM
AEGNIDSLEYKEFIKQPSFNMDDSGYFSIQVICKALSVWNLDVIPFNSNEAENARKNPVDEMAYICNQQNHWLTIRKLGK
QWFNLNSIKAWPELISDTYLSMLLAQLQTEGYSIFVIRGVFPECEAEQLFFLCGGVTKQEYELFDAKQRSLIKTHSKKNN
KTSEAEKCCSSFEEEVNPDLLRNKRVEYFEKQLHLTDVSDKNFTGNSPGLENELTDEEKLKAAIEMSLQPIE        
>Hmag_XP_002158841                                                              
MSSIYHEKQRSQLCAVHAINNLFQDGLLCSKNKLDKLCLQLDPSVLMNQHRSMFGTGNYDINVIMVFLNDQGYDVIWFDK
RKTLNEINIDEIVGFLVNTLSSYKVFGRSINLFLFKHWYAIRSLNGIYFNLDSKLQSPMKIGDRDSVLKYLNEIINEGHN
ELLIVVKKGSVA                                                                    
>Tadh_XP_002109527                                                              
MSSNPKADENNKKIERSPYHERQRQGLCALHTLNCTFQDGAFTKKDLDNICFELSGKKWFNPHKNYSGFYDVNVIISALR
KKSYSLIWFDRRKKISSINFSNVFSFVVNISTNFKLCWLVLKSYWSHWFSIRQIGDNYYNLDSKLTRPQQVQNITDFLQP



YSINPNCHIFLVVSEDVEKEKSWLIDDESTTSD                                               
>Tadh_XP_002108665                                                              
MILIKLRDVAMIILLNPLTLYACLDEEERSRMAEGDPQSTEYLRYLQQPSQNMDDSGFFSIQVLQTALKIWNLDLTRISN
PQAREAKLHPQSQNAFICNLQQHWFTIRKFGKQQWFNLNSIKSEPELITDTYLSIYLAQLEQEGYSIFVVVGELPKCMAD
QVIGDNPIVRKSYRSEQTQSGHISNKVSHQFVEKKSLQAALAAADKMNENVECSKEHPDVPINLDEIREKRKLYFDRKGN
SDIELENPSSLANATKTTGMVYVLENIFVLIRYLL                                             
>Mlei_ML04611a                                                                  
MELIHHEVQEGQLCAQHCLNTLLQCPVFDAIQLASIAQQLDSEETSKMAEGSSEEYSRFLEQPSSNMDDSGFFSVQVIMR
ALEVYGLSAKHWKHPDLIEARNHPADNFSALVCNLNQHWFTIRKIGLQWFNIDSCKSGPTLISDTYLEVYLKQLELDGYT
IFVILGTLPECQADAVLLTSPLDPSLYNCTDSRKPVKAKEKAPVSKPVETESVEEIRRKRLAKLCGEEKPSTPDLHSESE
NCPSTDDNSGQDLDDEELRRAIAMSLLDS                                                   
>Aque_XP_003384631                                                              
MDAIYHERFFYKQQGQLCAQHCLNNLLQGPYFNPVGLSEIAHRLDEKEKSHLTDREDISLVEMTKILEQPSSNMDDSGFF
SVQVISEALKVWDLELHPLLSARMSHAAENPVDQNAFICNHELHWFAVRKLGRQWFDLDSLKKSPLHITDTYLSLFLAQL
RAEGYSIFVVTGILPTSEADQLLSLIPYEPPPPPHSSEGKAARVSKSPQDFDSIEDEDLAEAIALSLVGSSLSNSKESIL
TATTINSRCLLLRDEADEHEFLEEECSSSEQLASSHHHHGVSASPPYSSDEGTIIVNNGSDPEHSYSDQDLPTGDLVRSD
DRQRQQAFEEEILPNLAMPERILKKLTTEEWNELVHVFCLSLEQSVKSTLPQQPQPSSATSPVAEKKRNSSNITTSRHGS
SHKYTLDETKKRSATANYCPVGSKKQKSHHHHGRKRRPLSLPPPDNPPPGGQERRKRKTGTLDTGNQDEGMHHESHHRSR
CHSNSHHCRRKNCSHNRAKFITLGQLKDLGLALNTKENDGSQSSDHHNSLRRSITSPHNLEQLCYLGPERINGRTDDEQD
SSASNMAVADYDVSSTPVLPVPPPPPVPLTFKVKHLHKHNHFHVVHHTTDLMPPDLSSGNRERHYHQSLVLAQGTSH   
>Mbre_XP_001744389                                                              
MVYHERQESALCAQHALNSLLQGSFFSASDLGEIACQLDEEERSRYAEAGLDSRDLLNSFSGSQNCDDSGFFSSMTIERA
LQVWSLELIPRQSQRAVEAVRQPEQEQGFICNFDSHWLTLRRLSGQWWNLDSTLEQPEPMSDTYLGLYLQQLEQDGLHPP
THQLVLNPALQATPSLWSEARFQQVQGPHNRWIDKQYGMPGWLQYSAPMLKTLEAQALGEMSLLHDLNCG          
>Sros_PTSG_13269                                                                
MDLYFETQRRQQCALHATNNFLQRKAYTRAGFDRICKTVLPAIRGSFFNPYKSPIPGIGNYDASVIVAALNEQGFDMEQH
DLRKPLGGDACAWPVVGAIVNMPETGIGSRLARWSGVGDGRHFFCLRRRDFEQDGDGTWVLLDSKLASPQVVGGAGDTRA
RLQGYLDRHASVYLVKMRRQRGVAPAGDGDHHGDAQAAETRAQQGAGQKPGEQQNGEEERQEDQHKKQDDQQHEQPQHEQ
*                                                                               
>Cowc_CAOG_04377                                                                
MSIYHEKQSMQLCAMHAINNMMQQQVCTRADLEQIAAGLHATTCDAAAAAAAVAATTTTTTTSTDDNDSTMTKPDSISWT
ERIGRWWGNPHRSVLGTGNYDANVLAAAVEVFMGMEVKWFDVRKPVREICLEAEVDQREEQLVSRSTAASHSKPSSALGE
GSQRQPPRPFGIFVNIDRPFLAFGARHWFAVREIAGVYYNLDSTLDEPEAFASVDEIYEFLQELVHVKRAQLLLVRPRAT
AK*                                                                             
>Cowc_CAOG_05267                                                                
MALSAAEVVFHEQQQGALCAQHCLNAMLQGSYFSAVDLADIARQLDAAELSAMAEGGYSRELAKFARQGSSNMDDSGFFS
IQVITQALNVWGIKCVPFMSEDAVDARRDPTHEQGFICNRRQHWFSIRRFGPHWANLDSTLKGPNFITGTYLTLFLNQLQ
SDGYSIFVIRGNLPPSAADAVLSQLPASQIPNSGARTSGPAAPSAAPRGNIHTLSSLSASRSSSPAQSGQTIAKHNSSGT
SGLDSVHLDPETIQSLAAGVKNANQPAAPARPVDMDEMRAKRLQRFGNSNAGNRMPPLVSNKSDETAAVAASRPIEDGAP
TPPASPATATAHKPTDPAFYSMDTHTEQPQHEHEHKPSCASSSSTALSSASVQGAWRPILMTDADAAAPSTTTTTTAAVL
HRRYLMYREHSAKCRQQLDAAGVVTGADYWEVAVRR*                                           
>Mvib_comp9448_c0_seq1_fr5                                                      
LLIT*HYISCIDLSRTMNPVDAIYHERQEGALCAQHCLNNLCQDKVFSAVMLADVAAALDREERAIWTQGGQETGSSLLQ
HRPGASQSSNMDHSGYFSIQVLQRALETYSLKMVPLSAQEVDSGARDHPERENAFIANYQSHWTCLRRFGTQWYNLNSTL
ERPEPVSDTLLGLLLQQLQLEHYSIFLIEGKLPASMAHDRTVALLADAGAGP                            
>Sarc_SARC_14657                                                                
MNPQVQGIIVNVRGNGAISFSNHWFCIKEINGIYYNLDSKFSKPRQFTDTPETPMWITST*                   
>Contig63536_Abeoforma_whisleri_fr1                                             
KPQQIVYNRKSSKMEYVFHEKQEPDTNLCAQHALNTLLQGAYFTAIDLGELGRALDQQEKEAMGSENFSKVSENGSSNFD
DTGFFSVQVLSSALQVWDLELIPFNGEQGRQYRDKPEVANAYVCNLDLHWFTLRRFSKQWLNLNSLLQKPEVISPTYLHL
FLEQLKQEGYSIFAIAGSLPHCDGDDVLQHVQIPLSRSTNTHFNKEDDSKLYNDALDQSLMDEEERMLQEAILLSTTPPS
TASTKNTCESIATIDDIDITDEQKMLELAILMSHQEYNE*WFSFYAISIKEQRGKNDKRKKPFLPYSHVASFCSPVELNL
RFPTPSVALNLFQLNI*CLTLLDDHRQKENTNLSS**VSFLYTCSYLDKLKAGTR*LHRSRFSGTRVRHFAPSPPPP   
>Contig75275_Abeoforma_whisleri_fr1                                             
QELS*LS**NILEGRIRKEMSVRVPRKDLYHERQSTFRCGLHCVNNLLQKKTFSSATFEKIADDLHEMQGGNSFFNPHKS
FFGLGYYDGNVLASALSTQGYQ                                                          
>Contig2651_Abeoforma_whisleri_fr5                                              
QVFWFDARKEISSINFDAIFGFIVNVKQFTTHHWFSIRKIGDSYFNLDSKFKEPLPLRSKNKVIEVLEQMIKKRNGIVLM
VCNDDVRLEDIYMQPTSSNTENAEDAETLA*I*FDRFCQHRYTHA                                   
>Contig36319_Pirum_gemmata_fr1                                                  
EKKQTYEYSIMKSLYNITINRIKLFLR*VYV**IEETIMEYIFHEKQDGLLCAQHALNGLLQGAYFTAVDLSEIGRNLDE
TERKEIGTEAFAKISENGSTNLDNTGFFSIQVINSALQIWNLEARPFKSECNEIARAKPEQEVAFICNLNQHWYTYRKFP



KEQWINLDSMLKEPQVISKTYLALLLEQISREGYSIFVIKGKLPDCVGDQMLEHIILPVTKTTTNNLYTTEMAENRSVDP
NDNNEEYELIQALQQSRNEEEARRREEEERNFEEAIKASLLSSK*TLFKTEKKKLHLLLKTFFKFYY*ASVTSPFIVVNV
SVKVKVRGRVSVRVKVWIRPWIRVALTLALVLVLVSVNVSVS                                      
>Contig78409_Pirum_gemmata_fr1                                                  
KKKRYKTEIYFT*NMHCI*NATPWQRISNIINTSKRIKKVVQYFIYSNLENN*ISSA*FRFVTIMVTTRYCAYYAIH*KR
NTHPHKSYTYSPNHTQPTHTHIHPSTPTPTPPIHANMSANQSKEDEINCNDDENGDSNSGKLYHERQSLMRCGVHCINNL
LQKRHFTTTSFDDIARELHEVQGGGLINPHKSVLGIGNYDGNVLFFALSKVDYQVFWFDARKKKAQDLNFAKIFGFIVNF
KTSTFQNHWFSIREINNQFYNLDSKFKKPFLIARDEKKCKEYLQRTIDARKGILLLVCAQTVSKEEIYNT*KTKKQKT  
>Apar_comp13698_c1_seq1_fr5                                                     
STVKLCALPSAHAIIAATTCFLLLPSHTE*VCLPVQESARFLSQRSWHPGAGHGAMETVYHEQQDGSLCAQHALNSLLQG
SYFTAVDLGDIARQLDAQEAAAYAEGGTRQPRPMGGSNNMDDSGFFSVQVLSAALAVWDLQLVPLDSHAVAEAKANPVEQ
RAFICNLAEHWFTLRRFAGRYWLNLDSTKPGPETARD                                           
>Apar_comp14630_c0_seq1_fr6                                                     
SLSLSLFHTQPHSPTTMTSPTTHQPPSSGADTPTPYFEKQVLLRCAKHTVNSILQGPIYSVDMLDGIAKQLHEQTKTGLV
NPHKAFLGLGNYDVNVIIKALVDQGYDVHWFDARKSPNIIALDRLIGLVVNRHGTVTSLFNHWFAVRKVGEYFYNLDSRL
PRPKLLESSLEVYRLLEEVT                                                            
>Contig1484_Corallo_2_fr1                                                       
VIY*KFT*A*KITP*RNIAAAGKIDPKDAT*NRLRRSPLDTHLNNMAGPIHYSTFVYHERQKGGLCAQHCLNNLLQLDYF
TAFELATIAEELDRAEEALLDGPRRTEKTRSNDGKAKSDDGKAKSDAGKAKLDNEEAGSDSEETKRRRRRKRKHLPSRSF
ARNFDDGGNFSSQVLQKALSIFSLEMIPIKSTAQLTTRVSPSSAMGYIVHCGHHWLSLRRFGHQWFRLDSREWHPVPMQR
TYMEMYLRQMEIDKCTVFVVQGAFPECPAQHRFEEFEAGLITIDLTDHADLFRAEEYQRQLAYQIFYEEYAGGSGVIGSG
ANGRGNRKSRAQRKKPNWFTRFSVRVISCFDGSRTEKKKETDR*GKFMGHSTKN*IYIKEI*T*LLSEKKKRKREKKKKK
KK                                                                              
>Contig1485_Corallo_2_fr1                                                       
VIY*KFT*A*KITP*RNIAAAGKIDPKDAT*NRLRRSPLDTHLNNMAGPIHYSTFVYHERQKGGLCAQHCLNNLLQLDYF
TAFELATIAEELDRAEEALLDGPRRTEKTRSNDGKAKSDAGKAKLDNEEAGSDSEETKRRRRRKRKHLPSRSFARNFDDG
GNFSSQVLQKALSIFSLEMIPIKSTAQLTTRVSPSSAMGYIVHCGHHWLSLRRFGHQWFRLDSREWHPVPMQRTYMEMYL
RQMEIDKCTVFVVQGAFPECPAQHRFEEFEAGLITIDLTDHADLFRAEEYQRQLAYQIFYEEYAGGSGVIGSGANGRGNR
KSRAQRKKPNWFTRFSVRVISCFDGSRTEKKKETDR*GKFMGHSTKN*IYIKEI*T*LLSEKKKRKREKKKKKKK     
>Contig1328_Corallo_2_fr2                                                       
ERYVESKSEPTYTESLGVERDRSKS*QIKTNNETEGSYPGKSSEN*TRRVEIQFTVM*SFRRPPVYTHRLLLFTALRMGL
IDFVRKHVSGCQAEPEFQYARPLQNRPKEVQLNGLIDGETWHPSRRAVYFEKQRKHLCGVHALNNLLQHEAVTQRDLDHA
ADELIRVSQGVEPRVTCFGLSNPHRSRFGRGNYDVNVILYTLDKFGYVVQWHDARKEFHPSIDLENPRIIGFIVNIMATS
VKWGFPSNRHWMAIRKLADGSYVNLDSFLLRPYIYETGDAVCRRLNEFGRDHSGQVLIVYAGGNEKEKNGLCGTTVVSAA
EEKRLEAEGPIVESVKAVEGEYDGVSPRNTNSSVLGVTATGAETLVTHSSMTTTEDLDASSGVASLDEKCLERAHVAPIA
*PILDHCHIISTIEATPQGHHHM*SIRLH*HIINTQTK*AYLYYK                                   
>Cneo_XP_572615                                                                 
MDLVPYMYYEKQEAGSQLCAQHCLNNLLQQYTYSEFDLADIAKRLDQAENATLDVNHQLRKSYNYDDTGYFSISVLERAL
EVWDLTMVRWRGEAMKPYQDHPEDQAAFILNLASHWFTLRRFAPNPPHAAASKRWYNLNSFLADGPEWISPTYLHMVLTQ
AEQEGYSVFVIRKATPGTKEGEEAGEAEGWGDGGIGQLPESLGDVMAVELGEPVGRSGGLLSGTIGPTKESKTTQMSIPA
DPNTTTVDAEPSSPSRPPRRRRQPDLSSDPTEIVDDPYARPAPSRSRQSSSRSNPAQHQVIGDDEGDIFDQTHGIPSHYD
ETPDDDNADDDFEMSRSRAYAGTMDFQFQSRSYDDEDEALQAALKASMADLPEGWEMPDILKPESERQAFTTTTSIMTTT
TTTPPVAPEAQREESPVATSVAEEKDIVESNEVEDDSDDVQPAEEPSPEEIRRRRLARFG                    
>Ccin_CC1G_06846                                                                
MAGLEALASAIYHEKQQPGSMLCAQHALNSLLQGNYFTAPDLSDIARNLDALEESYDDDRGQTSTNMDDTGFFSIQVLEN
ALKVWGLNLVRWRSEDMRPYHDRPHVQLGFILNLEQHWFTLRRFGPAFPNPDLDPGEGHWFNLNSFLKAPEWVGRTYLGM
VLQQAEADGYSVFVVTQADPEAPLALPRVLADEIAATLPEPTSSGAATSSSSRSFQRTMSASSPSPATQAEASQPAEEHF
DEEDYELQAALQASLMASHQDSAGGNDDHATMDHVPPSVPRGNVPLPHPPTSISSLGSRAVAGSTTQDEDPAADVDPIAA
SMERSRLHLQRFQAEQEFAQREMWSEADLSPEELQALQERRERRRQEEEREEEELRRAIEESERLANEHRSKRAKLSEGD
DDVEMTSPQAPSFSGGPSHFGNHRVYDDEDAELQAALKASLENVPEGWVEPEPFSAPVPRRPTPPPPVTTKDRDDNKSTT
STNTKTTSTEEAEPESEPTPQAIDMDEIRRRRLARFGG*                                         
>Umay_XP_759500                                                                 
MSSLSPQQQLIEYIHHERQEAGSMLCAQHALNSLLQGQYYDASQLAQIATELDQLEATELGLSQADIAARDRSSLNMDDT
GFFSASVLERALQVWGISISSWRSAEVRGRHSAPEREAAFVLNLDSHWFTIRSFGTTSQFWYNLNSFLAEPQWIGTNYLG
TLLHTAESEGYSVFVVQASEGSAGQGLRESDADQIADHLPPPGAASSRIDSSSQSLGLRPATSSNRSTSPLRSAAKSGTS
STSLGLGDDEEDVDLQAALSASLVQHTTASGDPDTPSRSRVRQVRSGSDEGIAGGYSSMGETDADIDAIAPSRQRHRTGF
PDPVDDDLRRAMEASLSSTSNQSCRASSSAQILVAESSSSSSASSRPVGRRKRRAQERQSGLSREDAIDLDNSRVDDSLS
SDIEELEAPNLTHRSPFLSPAMAAANRNNADVEEIVDDDDELASDDDRADPFSLRGAPEASALIGPPQDRHYDDEDAELQ
AALAASLGDTEAAARFAAENPHYRAPSRRSEEQAPIPEDVDRIAKMREEARKKAREEQERQERLTRGEPVEEKQATSSTA
AAAAAVANLGASHTGGASDADDDQDEDEESEAEQVSAEEMRRRRLARFG                               
>Mver_MVEG_00230                                                                
MEPVITSSRSLYHESQTQGQCGKHTLNNLLQGPVFSTADLDVIAESLRQVAQESLQRTIWKNPYKSPLGMGYYDVSVLEA



ALNQKNCTLAWFDARRDIAECLEQQDESMVGLIVHVPTSPRWIPFWKGQHWFGILRLSNGACVDMDSRLSQPAPFAGFDD
TISFLKDILQSGGRLFLIHRSLEATVDPADEIPAAASSETGATSHEDL*                               
>Mver_MVEG_09974                                                                
MDLVPYIFHEQQEGNLCAQHCLNALLQGPYFTAIDLAELARQLDQQEDEALGNSGSSNRNNKSQNMDDSGFFSVQVLSHA
LNIWNSQIIPWGAKEVSAAKSEPEREVAFICNLEEHWYTLRRFGPSIHRWYDLNSMHPKPQYMSSTYLGMTLSQLQAGGY
SIFVVRPLSKDTDQPSSVTETKEIAPEIKPAPAPASTGFLSERQEMERIRRQRLEEREKAQQPQGSSSQSGYGESQSQSS
RTRIDRDGEELSNRPTASPLVKTPTFLPRCEADSMAETLPTENVQSSQSVAQDQTFGGTGYRLGGQAAASASDVTSGFGD
GDYGSSEQYGDDDWEIQQAIAMSLQEDQK*                                                  
>Pbla_Phybl2_79769                                                              
MDLVKDILFEKQEGNLCAQHALNALLQGNYFTAVDLATIGQELDREESRVTGVNVSGRTSQNYDDSGFFSIQVIQNALCI
WNLSLVPWLSEEASDAREHPEKEAAYICNLNQHWFTLRKFSVPWRWYNLNSTQSAPIHLSETYLGLLLQQIQNEGYSVFV
VRGSLPDCVADRLAITLPRPQKSTQDKKKTLEAFSGQGYSLNGPTTIPGLPEGEDEDEEVQLAKAIEASLQTSQTQSVDE
LRKKRLARFGG*                                                                    
>Mcir_Mucci2_122710                                                             
QQQQDNLCAQHALNVLLQGSYFTAVDLAEIGQELDRQEQLVGGRKTGSESQNYDDSGYFSIQVLQKALEIWNLELVPWKS
KEMDEARKSPTQQTAYICNLRNHWFTLRKFSEPYRWYNLDSTQPAPTYLGEDYLALMLHQIECEG               
>Bden_Batde5_10760                                                              
QEGQLCAQHALNTLLQGPYFTVVDLSQLAMQLDEEEAAAMAESNVGGIESADFVKFKQGGSSNYDDSGFFSVQVICRALQ
VWNLELRPIGSIDAAFICNLNEHWFTLRQFGRSPNRWYDLNSLFKEPKYISETYLAMFISQIQMEGYSIFVILGDLPR  
>Spun_SPPG_02659                                                                
MTFQPFTKQEGQLCAQHALNALLQGSYFTAVDLADLARQLDAQELTAMAEGNVGGVESEEYQRFLKEGSANYDDSGFFSV
QVISNALRVWNLDITAIGSQQATAARTDPTNENAFICNLQEHWFTLRRFGGSPKRWYNLNSVFDGPEYVSETYLGLLLAQ
LENEGYSIFVVNGPIPQSEADLYAASDPVPAPSQIPKGNTKGGRSQPESSLQVTGTGVGSSAGGDDDLARAIAMSLGEEV
GPMDGPTHIPTGNPEDEDLKRALEQSLLEGGVDSKTLKRAIDESLKEDEERLMNEALQASLQESAAASESLDPENIRRKR
LERFGG*                                                                         
>Ttra_AMSG_01750                                                                
MTDNRPLLYHETQSEALCAVHCLNAVVQAPMFTEVDLANAAQALEAQERELRAAAGLDSKEFLEYVASGESAYVADDGNF
SIVVMNRALEAVGLEAVAVEHPSMVASVAADPSAFDAYILNSGAHWIALRKLYGTWYNLDSLEDLPTVVTDFYLAAFLSS
MRGAGYTAFVVQGTFMTPRQFQPDFDLEGADASPHYKFPRAAGRPPRRRTGRRGDGGGGDGGGGDDEESYQLALALAMSM
QAASDAVQGAGGAGTG*                                                               
>Ttra_AMSG_04031                                                                
MAAAEVYFERQKKKLCLVHSLNALLQRRAFTKAALDHIASELKRKAKALDLPAAAHKSMLGNYDVNVLEAALAEHGLGTI
WWDSRRELAVLMAGVPESPRGGVVLNFRRKRALFGSSRHWITVTAIDGVWYNLDSKNKVPVAFSSFGDAVHFVASTALSC
DGHVLVVQPAGSGSGSSASTSSSTSSSTDDEEPQTRAPRIDPSRHMVGSPYPL*                          
>Ttra_AMSG_11855                                                                
MSNAPPPAYVAPPSKGGQSSSSAHGGNAYGGNPYGGPPPPQQHQAAYGGGYPSSSAPGASSAPPPPAYASPPPAGGAYAA
PPPAGGAYGAPPTAQPVQASYASYPAGGAAGRYAASGATVPWSSDLCSCAEDMESCCMVLFCSTCMIRVNAARFEDREIS
FIDILAGIFMCGLNMFYGVGLPVTWYCVCQNRQHIKAGYGIGNHTTTMEGEDYCQSCCCTVCTICQHSREISAHSGSGVG
PGAYGGAYNHNNNHNANHRNARHPNANHPNNNSAAIGQQGGRSERPSSTPGGVAPPPGRSDGGGRVGADGGECGGAAASK
LKAPPNAVIYWERQQMAQCGIHCVNNLLQVALFEEEDFAKIALWLDAKELEIMGFAARRTPSQNVDSKGNYSVQVIVEAL
RRARMKALYLGELDAAEAAANPVGETGFVCHRPGHWFALRKIDDAWFNLDSLLRGPHMITDAFVAQFIAEQQANGYSVLV
VRGEWPKPVSQQPPGAMIRSRGNWFDARAMTILSRSGFAEASLAGSSLPSSNTSVYAKGILIVKEAVRADKAGRNADAVD
LYTNGLTYLMQALGRMQAESQRASALRIRISEYMARAEELKKKLKPQ*                                
>Ddis_XP_646142                                                                 
MSNSNKKKKKETQPTELYFERQRKKLCGLHSLNNFFQYQKFTQKDMNDIAYEIDITNRFINPHKSVLGLGDYDANVLVKA
LTSNGYDIQWFDKREKIEDLNLDEIHGILINTISFRIFSLYEARHWFILKNMNQIKIKSDLENNNNNNNNNNNNNNNNKT
ISPNTKTATSNSEIDQNSSIENLQKPFSYVLFNSSNSSPLPIETKEKVLSYLGYILNYSNAELILIK             
>Ppal_EFA81486_1                                                                
MSNNNNNIYFEKQSLKLCGLHTINNLLQYRAYTRSELEHIAYDLDQTKKWINPHKNFFGLGNYDANVLIVALNRKGFEVK
WFDKRKRLDEIDFDKVYGIIVNCMLKKIMGLWNSRHWFGIKNMNYISTESKTTSETTTSSTQPPLTTTPFNYCLLNSETN
PIVFQAKQNLINYLASFINENAEVLLVYEQSTLAEQEKQQQYDPFNFKSLKIIINGISNSKSNDCFIKSEIAK       
>Ppal_EFA77822_1                                                                
MVYVYFEHQVASLCGVHCLNTLLQGSYFTAVDLANVAHELDEKERDVMLQAGVDSSDFIKFAAEGSGNVADDGFYSVQVL
EKALSSFNLTCTSINNKENADVIANPLKENGFMCNLQQHWFTLRKIEGKWFDVNSLKKQPTFLSDFYVSLYLETLRQQGW
SIFVVRGDYPAIIPFSTAELGKWVDVDPTVSKPPTSQQQQQPNRSMVDLEEFDPDLEEALKLSLKYSDDNEAYRPMNQRR
NDSNEPYTLIEVDEYEQIIDDDEDEDLKLAIEASLNQS                                          
>Acas_g481                                                                      
MTEMLYHEKQVAGLCAVHALNTLMQNSIFTEIDLMQIAHEFDRREKEVMMASGIDSTDFLKYMAEDSGNVADDGNYSIQV
IEEALKVWNLTCHSLTNPDMKEAKDNPLSRPSYAIVASHWLTIRKIGEDWYNFNSLLAEPQYLSQFYLSAFLDTLLEKGY
TILCVRGSLPERPRGVHPGSPNWVAAKRGQRPAAQLSEEEELMQAIAASLAGPDSGAPPAAAVHSAPSTPVLQQQLPPLI
IGSDDEDDEDDELKQAIAMSLAEHGQAK                                                    
>Atha_AT2G29640                                                                 



MADSESKIYHERQRLQFCLLHCLNNLFQDKDAFTKESLNSIAEKLETNDPNKETWTPLSFVLKPHHNTITGNYDVNVMIT
ALEGKGKSVVWHDKRIGASSIDLDDADTLMGIVLNVPVKRYGGLWRSRHWVVVRKINGVWYNLDSDLVVPQLFRDDDEVR
GFLDQNLSLDVIGLIWNLPYNANQLPLASNYRVVITHWSDLNGMFSHVTNYPLDFDVYPQVSSKVSAIYKATGTKRFNAN
TRPVTPGKQSSVKGPYYKNPGCTTSCGLRLPRKTECTAARLIKDLSCKFVMGLRLVVMRKKKKKRSPPLKKASSSGISQP
SVISVVNDNNHRSAAIEDCIQFINSSSSFTRSNSTCGSKS*                                       
>Atha_AT3G54130                                                                 
MERTSNGGMLYHEVQESNLCAVHCVNTVLQGPFFSEFDLAAVAADLDGKERQVMLEGAAVGGFAPGDFLAEESHNVSLGG
DFSIQVLQKALEVWDLQVIPLNCPDAEPAQIDPELESAFICHLHDHWFCIRKVNGEWYNFDSLLAAPQHLSKFYLSAFLD
SLKGAGWSIFIVKGNFPQECPMSSSSEASNSFGQWLSPEDAERIRKNTSSGSSARNKRSNDNVNQQRRNQALSREEVQAF
SEMEDDDLKAAIAASLLDASAAEANLGAVGTSEKETEKQK*                                       
>Mgut_mgv1a017948m                                                              
MDSEKKLIYHERQRLQFCLLHSLNNLFQEKDAFTRENLNAIAEKLDLEDPNKTTRTPLSVIFKPHHNVLTGNYDINVLIS
ALEERGKTVIWHDRRSGASSIDLDGDKLFGIIINVRVRRYGGLWKGRHWITLRKIETVWYNLDSDFSAPYPFINTEETRE
FLDGVISTSGELLLVMNGENNEM*                                                        
>Mgut_mgv1a011738m                                                              
MNSSSEGGGGASNGGILYHEVQESKLCAVHCVNTVLQGPFFSEFDLAALASDLDRTERQMMLGSVTGDYLPELSHNVSLD
GDFSIQVLQKALEVWDLQVIPMNSPVAEPAQIDPEKENAFICHLQDHWFCIRKLNGEWYNFDSLLAAPEHLSRFYLSAYL
DSLKSFGWSIFLVRGNFPKECPISSSEASNGYGQWLSPEDAERITKSCNSASSRRALVPYADVEAVPDDEDEDLKAAIAA
SLLDSAPPPPPPPTIGGEQPGTSPEENKNSGA*                                               
>Acoe_009_00770                                                                 
MEGPSNGGMLYHEVQESKLCAVHCVNTVLQGPFFSEFDLAALASDLDRKERQMMLESGGGDVVDSGDFHLMDTDESHNVS
MGGDFSIQVLEKALEVWDLQVIPVNSPVAEPAQIDPELENAFICHLQDHWFSIRKVNGEWYNFDSLYAAPEHLSKFYLSA
YLDSLKGFGWSIFLVRGNFPKECPMSSAESSNGYGQWLLPEDAQRITKSCNSTQSNPPRRNISQSNSNPYQPFTEESFSD
LEEDDLKAAIAASLMDSVPASSRSGITSAPVAAETEIISCPAPAETGISEDKKDA                         
>Acoe_045_00005                                                                 
MEKNSSSPIYHEKQKLQFCLLHTLNNLFQEKNCFARVDLNTIAEKLVLQDPNKGNWKWNPLSPIFKSHHNSITGNYDINV
LIAALEEKGKKVVWHDRRNGADSIDFNGNSLMGIVINVQIKRFGGFYKSRHWVALRNIEGVWYNLDSDFSAPRAFKDTDE
LKEFLDYIIGSGAEVLLVMHET                                                          
>Bdis_1g67190                                                                   
MEPGAKSEANQNEEGSGAVGSSGGSSKVYHERQRMQFCLLHALNNLMQEKESFTRAELDGISENLVLTDPNKDKWTPLSL
IFKPHHNALTGNYDVNVLITALETRKTNVVWHDRRKGASSIDLDAGALVGLMINVPVKRLRGLWTGRHWVAIRSIDGIWF
NLDSDFSSPKQFQGKEQLIEFLDSILSQGGELMIVLRDE*                                        
>Bdis_2g55100                                                                   
MDAASNGGLLYHEVQEGKLCTVHCVNTTLQGPFFSEFDLAALAADLDQRERQVMLQGALGADATGDFLAEGEGSHNVSLG
GDFSIQVLQKALEVWDLQVVPLDSPEARSSLFDPELEIAFICHLQDHWFCIRKVNGEWYNFNSLYPAPEHLSKFYLSAYI
DTLKGSGWSIFVVRGNFPKECPIATEGSNGFGQWLMPDHAQSITASCNQVQTPTQQEHISPLAGQSEGMSEMDVIAAQQE
EADLNAAIAASLMDSGGPFAGHSAAPEECRTQDALASETSNVEEQGANKPEASEPGSDSIEESAPGSYPRERSPPLERK*
>Sbic_01g040140                                                                 
MEPGAKSEAKQGEARAGSGAGASGSGGGSIKVYHERQRLQFCLLHALNNLMQEKECFTRVELDEIAGNLVLNDPNKGQWT
PLSFIFKPHHNVITGNYDVNVLITALEARKKKVVWHDRRKGASSIDLNAEALVGLMINVPVRRFRGLWTGRHWVAIRSID
GVWFNLDSDLSEPKQFKDKENVIGFLDSVLSQGGELMVVLQDE*                                    
>Sbic_03g040040                                                                 
MEAPSNGGLLYHEVQEGKLCAVHCVNTALQGPFFSEFDLAALAADLDQRERLVMLEGSRSPGVANPAAGDFFAEGEGSHN
VSLGGDFSIQVLQKALEVWDLQVIPLDSPAAGSSLFDPEQEVAFICHLQDHWFCIRKVNGEWYNFNSLYPAPEHLSKFYL
SAFIDTLKGSGWSIFAVRGNFPKECPMATEGSNGFGQWLTPDDAQKITASCNQVQTPTQQPPLLGEQSEGMSEMDMIAAQ
QEEADLNAAIAASLMDSGGPFASYNAVQGSSNSQDAPATEAAPSKDNNQEEAAKSEPSAPPCEDTQELASGSDTKREVSS
VEEKGSAKEE*                                                                     
>Osat_LOC_Os01g63250                                                            
MEEAAAASNGGLLYHEVQEGKLCAVHCVNTTLQGPFFSEFDLSALAVDLDQRERQVMSEGAAGAATTAAGDFLAEGEGSH
NVSLGGDFSIQVLQKALEVWDLQVIPLDSPDVGSCLFDPELETAFICHLQDHWFCIRKVNGEWYNFNSLYPAPEHLSKFY
LSAFIDTLKGSGWSIFAVRGNFPKECPMATEGSNGFGQWLTPDDARRITSSCNQVQTPTQQAGVSLVADQSEEMSEMDMI
AAQQEEADLNAAIAASLMDTGGPFANYAAHEESRSQDAFAIESTSGEMSKDGNLEEQGANKSETSEPNSDNIESASGSNP
KQNTTSLEGKESIKED*                                                               
>Osat_LOC_Os03g15850                                                            
MESGPKSEAKQDEEGSSAMGGGGGSSRSSKVYHERQRLQFCLLHALNNLMQEKESFTRAELDGIAGNLVQIDPNKEHWTP
MSLIFKPHHNVFTGNYDVNVLITALEARKKKVIWHDHRKGASSIDLDADALFGLMINVPVRRFRGLWTGRHWVAIRSING
TWFNLDSDFSAPKEFQDKEKLIAFLDSILSQGGEVMIVLQDE*                                     
>Smol_XP_002982988                                                              
MAIYHERQRLQLCLLHALNNLLQEQHATPWSTRNLFLPSKQHRNPLTGNYDANVLMAALSSRGLEARWHDRRSAIADDDL
SRPNLAGLIANTSSQRFLGLWRSRHWIALRRVHGSWYNLDSDLPMPVAMRGADEVRDFLNSLRDQGAELFFVFRKEEQGD
E                                                                               
>Smol_XP_002979372                                                              



LYHETQESKLCAVHCLNAVLQGPYFSELELAAIARDLDQSERDVMLESGGGDAHSPDYLRFVSEASSNVALDGNFSIQVL
QRALAALDLKCLPLTSPELATATTEIAAYICNLHDHWFALRRIGAQWYNFNSLLPAPQHLSSFYASAFLDSLKNEGWSIF
AVQGELP                                                                         
>Smol_XP_002990345                                                              
LYHETQESKLCAVHCLNAVLQGPYFSELELAAIARDLDQSERDVMLESGGGDAHSPDYLRFVSEASSNVALDGNFSIQVL
QRALAALDLKCLPLNSPELATATTEIAAYICNLHDHWFALRRIGAQWYNFNSLLPAPQHLSSFYASAFLDSLKNEGWSIF
AVQGELP                                                                         
>Smol_XP_002965511                                                              
MAIYHERQRLQLCLLHALNNLLQEQHATPWSTRNLFFLPAKQHRNPLTGNYDANVLIAALSSRGLEARWHDRRSAIADDD
LSRPNLAGLIANTSSQRFLGLWRSRHWIALRRVHGSWYNLDSDLPMPVAMRGAGEVRDFLNSLRDQGAELFFVFRKEEQG
DE                                                                              
>Php_XP_001771831                                                               
MATDTNNGSGNLYHERQHFQFCLLHCLNNLLQVFYGLFLSLYPSNDFDSLLTPRGENSFSRNELNSIADGLPTDLEGRNM
PNPLSLIFKPHRNAITGNYDANVLISALNSRNKEVVWFDRRNGAETLLTEIADYGDRLLGIIVNISTRKWLGMWQARHWV
AIRKLQGVWYNLDSDHTTPVCFVNGEDGLRDYFNSVISSDGVVLFVLNGVSTLSNGSC                      
>Php_XP_001760341                                                               
MTPSLLYHEVQESRLCAVHCVNAVLQGPYFSEVDLGTMAQELDKQEEQVMLESGSRSSHYLNYKAEGSSNVDADGNFSIQ
VLNRALQIWNLQCVPLEAPEAADARTDPQKQSAFICHLQAHWFCIRRVGERWYNFNSLYPAPEYLSNFYLAAYLDTLKMS
GWSIFVVRGSLPNSACWGNEDKVGVWLTPEEADRITR                                           
>Crei_XP_001702031                                                              
MSLLYHEKQVAALCGVHTLNTLLQGPYFSEIDLAQIAHGLDALERELLGDAMGGEASGNVAMDGMFSIQVLSRALESWGL
TVMSLESEEARDLKAAPTSAEAFICNLQEHWFTLRRVADGEWWNFNSLFPAPQPLSTFYLTAFLDTLRGEGWTIFVIRGK
LPATQPGGLETLPNAGKWWTSEDARAATDEAERARKRGRVTNALETALARAGEQGGSLQLRTRGTPGAWAQGALLHASYI
TIVFAAL                                                                         
>Vcar_XP_002954965                                                              
MLYHEKQVAALCGVHCLNTLLQGPYFNEIDLAQIAQGLDELERALVGDGALGEGSGNVAMDGMFSIQVLSRALESWGLQV
VSLESEEARQYKAAPTTATAFICNLHEHWFTLRRVAGEEWWNFNSLWVRQRRAGQGRAGSEIIAAATACFWPLSIFYLQA
FLDTLREEGWTIFVPGSLDQLPNTTGRWWIAEEPTRATTSIYDLDYTVGRESRGPKPKHSARVGSTQHKSARAANDEAER
ARKRGRLANALEGAFAQAERQGGQLQLRSRVGGPAGSRGDGADGGIDDDDDDEDLAAAIAASLQSSHHTSHAAAAQQQQQ
QQERQRLQGVSHAPPAGGGDGGGRDVYGEMYDDEYDDDPELAAAIAASLAESSGLSPPAQASEVPPGVAAAAAGRGAHQQ
QQQGGEVAEEGEEDVLGPEPEAEGEAVIELAFSRRFSLTSPSAALFAYTGPLLGLQPARVALSTAFPKKDLERSRTITLG
DLGLTHRTMLVAEPKK                                                                
>Cvar_EFN59080                                                                  
SEVEMAAIAQELDAAEHALMASAGVDNPDYLRYVAEGSGNVAESGMFSIQVLSRALEVWGLAAVPLTSPDMEAARADPTT
QAAFICNHQEHWLTVRQIHGQWWNLNSVYSAPEPLSTFHLSAFLGSLQQEGYTIFVIQGQLP                  
>Cvar_EFN54946                                                                  
MAESAPGYHERQRLQQCLLHTLNNLFQQRVFDSVELDGIANQLAPGRLPILHPHRTLFLGNWDVNVMELALRRHGKKLHW
CDLRDLSFAHLDLDACWGLLLNVKGEGALSRILGGRHWLALKSFGGRWWDLDSTLPAPQPIGSSSCAAAVSVGSRVEGSD
LHAEASGSSGNGGSDTHHAGHATEDGEAAAAAAALWHAYLSERLVAVRGLSPAHPAVESLNNTFERAMVSMHKMPRIWLM
YLDFMAVQAYITRMRRLFDRALTSLPVTQHERVWPLYLRFIGQPGIPMETAVRVYRRYLKLEPTHAEEFIAYLKIKQLWG
EAARAVRTVDPDKAVGKPHTLWVAFAKLYERHSDLPNARIIFEKAAQARLKYVDDLAAVWCEWAEMELRHKNFRRALDVM
RRATQRPARTRSREEEAGLPVQERLYRSLKLWSFYVDLEESLGTLDSTKEVYEAILDLRIATAQIVLNYAALMLEHKFFE
EAFRVYERGISLFKYPHVKDIWTAYLTQVREVYESAIEAQPPYALTDGDTRTLCLRYAALERRLGEVDRARAIFVHAASL
ADPRSDRDFWAEWNAFEVKHGNEDTFREMLRIKRSVAASFSQQHFNTTIIDAAAVVGEAGAKRKREGGDDMAALEAAVAG
AAAAPAPAALEPGTRVRGFVSAGVIQQGKEEEAAAAGGGAAAAPANPEELELGEEEEEAEEAAGEGDGGDGEDGVQVQQQ
AVPEGVFGSLGDKFAKRQKIEGADGTFRILQLADLHVGEGQSDSKTLEVVQTVLEAEQPALVVMSGDQVSGFAYPAANLL
GHLSRLLFSGASWYEQQWRRIVAPLHKAGVRYAAILGNHDGEADLSRRQVVELGGAAGGGLSLTQPGPSHLTGAGNYYLD
VCDAQGQQVAARIWMLDSGNRGCGRLAWGWGCVGADTVAWVRREAEQLPRVPSLAFIHVPIPQMFQAWNGGSSANGTKGE
LVGCPGMDSGFFELAREMGIHAIYSGHDHNNDFAASLDGIRLAYGRKTGYGSYGPTGGLLHGARVIELRLGQDTAHSPTW
IRQEDGSRREQADVNAPRPFRQQVCALDESSCDTHLGPEFCLRLREARSFFVVAGVTLTVAAACVFTGLAAGALARHARR
GWRQTRGWEQVAAADSSPHDVDTSV                                                       
>Otau_XP_003081138                                                              
MRRSFLERARRVEDADGSVDGGDAEGADAWTREGANGPGVDDAWMDGTAGAGTFVRELPGASSSLEAAVVRAMGEVSLGR
VFERAGVKTLTRETRGGVMAIDENAVRAATDAATDAAMEAKTRALASHAASGGWRGTATEDSAQGAFQRAVFAKKLHEKI
VAAVTLEVRRRAESELRSARRRAQEMDLAGRHEARERLDKQRQVPHEPWFLMETPKEEQQRLRKHAALEAAALEAGSEVP
PPPLPANVHVEAVPDPTDESVTGVVKFCFYAVRSHPRPIQKVLDYLFGYSPAVDGEDLEDIAAYAQGLPVSRGKTPRELA
VTYATNLDKILGERDKVVLKGLIKNVRDEWATHIKAGQDAVQQLESTPLDSAQDISEQNRDSWLRAMFPTLDWPAQDRRN
RRFVEGLGQNLEVTRTITTSRPVPLAIARAAVAKRDVTDPHRKTEEVEVDGRIVRHAADGVPIVAPEGFFPSSALTRLTR
ALAGIVEMIYFETQSERLCGVHALNALLQHGAFAPGDLAEIAQALDAKERVLLSEEVATTSSRANEQSENVSRDGNFSVQ
VLESALSIYGLVMRPITSPKEREMRPDLERGFLCNLSEHWFALRRVDSTWWDLNSIKRAPRKIGEFYLEAFLDQLKGEGW
SVFVVRDLEGVPITDEQRGSTTTYGKWFTEEEAIALSAEADAAQASGRTRLAAEKALRAIGEGAKTLVVPDVVDVTGEDD
PELKAALEASMNDHRQRNL                                                             



>Mpus_Micpu46658                                                                
MARLLYHEKQTSMLCGVHALNTLLQGPYFSAHDLAAIATEFDERERALMRESGVESADFLRYMAEDSGNAAADGNFSIQV
LTKALEVWNLTCVPATSREAGSAWRSPQDEVAFLCNLDQHWFAVRRRDDVESPSVHAGGGFGGKKGSAPKPGGWWNFNSM
FPAPQPISELYLSAFLAQLKEEGYSIFVVRGALPAAADASSSGTYGRWVNVEDAAADNKAADAVKAAGRARCAAEQAMAR
VGAGGRATLTTLARGGGGGGGGGEGSADDAELQAAIAASLGHGHGHGHGGGAGKRDSAEDAARALAASFAGAGAPSAGGG
DDADADLAAAIAASLAQSTPPHSQPPPPPMALPPVPDEPAAGDPAAVTLAVRVPSGRRLSRRFRDVDAVAAVAAFVAAET
GVDMSRHALVAAFPRRPLSDLGRTLKDAGVKDKEALSVEPRR*                                     
>Cmer_CMI128C                                                                   
MQSSRKSVTSNGVKDSYQSSSAMTASEVQVQPPAFLEKQRWYQCGLHAVNNLLQRPVYAVEDFEAIARGVSAIVPGIRHK
ACLGLGCYGAEVVCAAVARQGLCVDTLNCKNTDVALRRLSGPNVVGLLLNEVESDRRWWQLWRSQRHWLAAVRRATETNS
SAYWWIIDSQNCNGRPQKPLDTRALVSYIVQDMVECVVFIVERRNEL                                 
>Cmer_CMO349C                                                                   
MVCFAPRFLSRGRHSGAIDEEGPPRVPSRKQVLSAVYFEHQEPDSYLCVLHCLNNVLQGPYFSLDDLISISNELDEAERA
LLQGHELLQAYTPASLNASLTGFFSAQVLLAALASVGIHPEPLRWKASETRSLQRAAQKAVQYGAVLVHYDSHWLAWRRV
VCGLKLYWVLLDSYRAGPEIRRTEQAMAQIELYLRAKAVVYGIPKEALPETPLDQFCGRHTM                  
>Cpar_21381Contig28071                                                          
MNVYDLLFHERQDAGLCNNLVQQPMWTEVDLLHIATELDRKREVMAEAGHTAELEKFLREDSGNIAADNFSVLMEALKTL
KLSLGSDPIAATARKDPWNQRAFICNLMEHWGRPLLFCLRKIGPRWWNLNSLLQTPQLVTETYLSIYLEQLKREGYSIFV
VRGCGRLPFGARTVVGELPKCQAEEAEEQGLAAGAPPPYPPAPPNGSGP*                              
>Esil_CBN74064                                                                  
MSSLCGQHCINNLVQAASYSAADLADIALELDDQERQHMLAAGSDTPDALKFLAEESGNVDAAGNFSIQVLNTALKRLYG
AYLVSAGSESVGKLSTTGYDVEDAFVLNRHAHWVAVRSIGGAYWDLNSMLDNPTRITTFALEAYLHQLREDGYSVFVVRG
DDLPPPATEPREGSRDCWYRVKDLLEVSRGGKGSGGALNTAATDVWLNSGPGQRLDGGTTSKGPGKDGRDSGGAGMTSAE
DMQLAMAISASMGGGGAAEGGGEGEDEMARAIALSLSQEESASSSPAGLYTPQPVPELQPNGPDVVRVQLRVGGGQRVVH
SFRRSDPLTALFDVAAQALAKADGKALPSPFDVVAPGGRALLKAGVVVPGTDGGDVATAAKPAGAGGGESDGGGPTIGSE
QLGGASVIVRRA                                                                    
>Esil_CBJ28700                                                                  
MYHERQRLMQCAMHALNNLFQEPWANRELMERLALELGNREATLRSESGLRRLLINPYKSVIPMVGDYDINVVLEALKLR
ECRVSLHVVFNAKDPTAFELALARVDWDSATIRGVIVNFVCRSLLWGSWVTHHFYAIVKAKGPGDGDDGLSPGGGEGAPQ
AAPAGGGGATRHLERVGVGVGVGVGTGASADGESEGDDGEQTGCFEKLSPSRRRGKDNRGRTRNRTSSNQGSCCGSDGGG
AGGTAWYSLDSRIPKPQRLGGTRGLVEHLAWEVREHHGHVFVVGEGAEEVAGVGHDSDGHVGTAEARV            
>Ngad_20679                                                                     
MHNGASTLGGDDEDDTRTFLYHERQESSLCGQHALNALLIGPYFSPADLAEIAAELDAKEAELMLAAGETIDAMKFLAED
SGNVNASGFFSV                                                                    
>Ngad_20566                                                                     
SGFFSVDVLRLALARFGAIELIPSQKFSISQPSSRGGGEGEREALGARKAAEAAGDLTQELGFLVNRAEHWFALRRVGRR
WWNLNSTLERGPEEVGRFYLSAFLEALVAEGYSVFLVRGEGLPERGYPEEVGGHGRRDIGTWYRVSDLVAG         
>Ptri_XP_002181243                                                              
MTTTKLDPENVWIYHERQEASLCGQHALNNLAQKPVFTAYQLAQIAHQLDELELSYMAQNDEGGTRSTDYQRRLAEGSGN
VDAQGNFSIQVLKAALQQEYNLPLPHLSQDVLQQQKLTARSDITDFQGFLCHKSDHWFAIRKVGGRFWNLNSTLKVPVVV
SHFQLATEMETWRGQGYTIFCVPSGLPTEGQKQKIAGGLKAEVHRMSDLVRGKPTEKNPWDSLSGRGMRLDGGGTGNALS
RKNEGGNPISNGMVVDELTEEEQLQMALQASLEPISDANVPNAVASATLPVPSEPDTSAVGAVRIQFRLPDGSRRVRRFL
DTDPMGVVFSYVREQSDGRAIDLRYGFPPRDLVLVHDQTIAEANLANESIQGRFV                         
>Ptri_XP_002180768                                                              
MSSSCLLPASGFHERQKLAMCAVHAINNIVQSSKYSKTDFDSICEQLSPLIWFNPHRSAFSIGNYDVNVVLLVLQAENCS
VLWHDRRGLVTTHDLDIHDAILWNVRSETWLGRIAGWRHWIALRVRDGCWTNYDSLFTEPQDIGNSKQCAALLNSEKDGH
VLLIHFPCTED                                                                     
>Tpse_XP_002290064                                                              
MSNILFQRWLLMMYDVTISSSDGTIRHSRPDHAPPLAANRTILLDQKPHRLAIFILPIKSSSHFQTASTTSNEQPTRPSL
LYHLPPNSKLMSSYWIYHEKQESMLCGQHALNNLIQRNSFDPQQLSEIAQQLDQMELNYMAANNEGGTSSKDYLKRLQEG
SGNVDESGNFSIEVLRSALMSRYDLELPNLLQQGLNKLEITEMEGFICNRSSHWFAIRKINGRFWNLNSTNERPEVISHF
KLASEMQALMDGGWSVFCVVSGLPGACSCEAMMDQGLPQYWWKEEDLLEGKTNAMTRATDPWKGVGSGRRLDGGNNNGGG
SNSKSIHDMSDEEMLQYAMAASLEQPARAEKSASYELTDEPLEGAPNAVKCNFRLPDGTRTSRRFLSSERVGVLYAFVES
KCSQQKVELRAGFPPKDIASRQDDTIERAKLSGEMILSKLL                                       
>Tpse_XP_002290359                                                              
MIHEKQIRQLCAIHAVNNLLQLPHDFVGACCDSDNAHDDSNININSGSQSNTLNEHTCDTVDVCKSITRSPQQGYITIHK
WTCCGRIVHHYPYPRRRRPSDVTEQSTRKNAKTARWYSATQSEFDDIATEFTLRERALMTEGDVSESFSDANNNADETLS
TTKSLSMMQKMSSQYGTPYFGNYSLEVIQTALQRRGVEMSFFRVTDDINASINITDSITSSENEKLVGFILHVQQEEERT
VSSYLRSFGSHLPLVRNFCVGGKHWYVITRMKYNSYQGHGLDDRRTDPNATIANESSYKSDTLSSSSDGNSENDAWYLID
SNTDDVEKFEEYPQVLEYLRNVQSTGGLVFRAMLERETGESG                                      
>Pinf_XP_002902936                                                              
MSEKEELYHERQTLYRCGLHALNNVLQGPVFSKASLDDACVELAALADPNAGSGFMNWVWNPHRAPLGLGNYDVNALTLV



LQQKGYVMQWIDKRQPVNENLFNLDEAEGVLCNVVMTTILSSLWTPRHWFAIRKIRGVCYNLDSKLEAPVVRC       
>Tgon_XP_002367899                                                              
MAIRAARPSSGVVYWEKQGANRMCALHCINSLLQGPVYDETEMSKIGYDFDRRERQLMAEGMDPAAYKEFFDEESGNVAH
DGFFNVSVLMECLRKQHVQCLSTSKPEVRAVLADPSREEGFILNLNEHWFAIRKVDGTWYNLDSLKPSPVAMTAEQLKSL
LTSLTLQGYVAFVARRDVGSLPAPEPQQVRMNQFYLTKREMEELQRQAKEKEAQDAKAASAYGDDGDSKKSFLAWAPRGR
REEHSWPSDGGYRLDASGPRREDSRGASPRPSAEATLDGLDDDPELREALRLSLETYKQEMQAPPEEPPADAQNICTIVV
RLKNGEKVTRRFRQTDTMEHVFQWAEYETSQRDGTTLGRSCVLVQTVPKRKFCKLGGQICLCEGDTEGIPIKDRELEELG
FQRREQLMMMHL                                                                    
>Pfal_Q8IIP4_Q8IIP4                                                             
MCYYETHRIPTEKGYVNVYFEKQRRLYCLVHTTNNILQAHVYTFNDFKECEYKIDSLNILENEGNENHHQTNNNHSDSTN
NEEKNNIESSNTNIFSYIKRGMYSFGNFNISVLYFLMNKHNMELQWVDNKEICQKLKDHKNSAILFNDEQLNDKTLIAFI
INIVKLKFFDIYHHRHFYTIRKISDSWFKLDSSLNKPILLPTNKDVNNHLINIVKNNKIQKSDNYIIQVFQKVKDN    
>Pfal_Q8I5F0_Q8I5F0                                                             
MSKKYVYWEKQGNDRMCGLHCINSILQGPYYSEDVLASIGKELDEKENEFLRSSSNDLVRNNSFNVLDDGFINISVIIES
LRRMNILLKHVYEEDLIKIISSNHQDIGYICNLQEHWFSIRKIHNTWYVLDSLKSSPLYIKDMNLKFYFNDVIKKYHIFS
VQNINPYVSLPKPDINFIPKNINQFYIPTNEISEISGVSDNFLLEDRYNLNKSENYSAFNQINNTPNFRWPENGGRRLND
DINTTNMNNVDDDDDLKIALKLSMEEYIKNMVPPLEETSDENCINVMVKLPNKKIHKRFSFTKTLSDLFYWIEYESAQGQ
DITSSLLFKNNYYLYQLYPRRKFCKYQNGSIELHTGGKTEMVHDKCLKDLNFEKEETFMIS                   
>Ptet_A0CQD9_A0CQD9                                                             
MQEKFYHEKQKLQLCGLASVNNLLQGQLYTAKTMNDLANQLPKVENTFFNFHSSFFKIGNYSADLLTTALEQKGKRVLYF
DKRKLENLQTIVQENEVVGLLIHNFKKGLIKDTNHWFPILQKNQLWYNLDSKLKEYICLGNFDKLIDFLKKELQNLSMFI
VLDDINLNVNANKQNEHSAQDPNKQQVHIQQEQIVDRKEYSDNDNLIQQKQQQQEQNQEQLQEFQQKQQEQQQEFKQQQQ
ESQESLVQQQQEKLDLLKQMDNQDLKDSNQQTNN                                              
>Ptet_A0D5B3_A0D5B3                                                             
MNFKQLIYWEKQGYDQLCGVHCINSLLQGPYFNEVDLATIAQELDRQEIELLGKTGRRFKSQNVAEDGNFSIQVLAEALK
KLGDLSIESIDSKLNQNQDLSQESGFICNSSAHWFAIRKIDNVWYNLNSTNKRGPEIISDFYLSAFLLSVKENGYQIFVV
KGVYPPPQLDNINQNDRQKVLTAQFVKQVHDRRVKRKNYKLNIGGSDEVEMEKALKASKGEKYESTDEEFEEEEVQQPQK
KQSTPKFQGQGIQFGFQQSIANYQNFNIDQDDAEYRSIILMTLEQKFSFQLEEGIVILFQMPDGKNKQYTFSYDAAVEDL
YDFVFYESRQSPMKFTLVCPIQKLQLLDVSQLLLDIGVDTMTQIIVKKE                               
>Ptet_A0DHQ8_A0DHQ8                                                             
MNYQQLVYWEKQGYDQLCGVHCINSLLQGPYFNEVDLATIAQELDRQEIELLGKTGHRYRSQNVAEDGNFSIQVLAEALK
KLGDLYIESVDSKINQNQDLSQESGFICNSQAHWFSIRKIENVWYNLNSTNKRGPEIISDFYLSAFLLSVKENGYQIFVV
KGVYPPPQLDNIDQNDRQKVLTTQFIKQVHDRRVKKKNYKLNIGGSDEVEMEKALKQSKGEKYESTDEEFEDVQQPQKKQ
STPKFQGQGVQFQNQKSAVNYPNFNIDPLDAEYRSIILMTLEQKFSMQLEEGLVILFQLPGGQNKQYTFSYDATVEDLYD
FIFFESRQQPMRFILICPIQKLQLQDVSQQLLDIGIDTMTQIIVKKE                                 
>Ptet_A0DAK4_A0DAK4                                                             
MLQPDFKHQTQSFRRCGLHAVNNLLQVERYTYQDFENIGKEIQKETNLSHYTYFIGNYDLNVLERVLQKESLEIEWIKKN
QIIDEDLIADPQVFGFLISLTKQLNFIERVCQWDPRHWISIRKLVKSNGDFQFYYHDSQNKSPQIKETPEMILQLIELQK
SKNEDNFILLVKKR                                                                  
>Ptet_A0BSG9_A0BSG9                                                             
MQQSKPQHQTQSLRRCGLHVVNNLLQTDKYTSNDFDRVAEEMKRETNNSHYTYFLGNYDLNVIERILLKESYELQWIRQN
QAITEELMADESVEGLLINKIKEISLIERLCQWEPRHWVCIRKSRKSDNTLEFYYHDSQLKDAQLYQTKDSISLLQELQK
NKDNHLLLVKKMQLH                                                                 
>Tthe_XP_001470892                                                              
MQPKKQVLIYWEKQGLDQLCGVHCINSLLQGPFFNEIELASIARELDDLEKQLMAAQGMDSKEYLSYLAQDSQNVADDGN
YSIQVLQAALKKMGNLNIESVDSEINKGQDLSTEIGFICNSDHHWFSIRQVDGIWYNLNSTNRRAPEIISDFYLSAFLMS
VKESGYNIFVVRGEYPSSSKELFPQVQNYQKWLTKEEVFQIHQQVSKDKNFKLNIGGTDQEMMDRALKESLDMYNKQNQG
KGNMDEEYGDEDEDEEERKKKEEEEKNKFKAFQGQGISMQSNTNNQEHDQLNQYFSQFENHEDPELVFAIIMSLSTKFES
RPSQGLVLQFRFPDGSKKDWTFASTQTIRDLYDFCKSIQQPNKEYKFKLSQNFPKVELNNLDITLEQASIANMTALIVTK
I                                                                               
>Tthe_XP_001032709                                                              
MSAVYWEKQGNDLLCGVHCLNSLLQGPFFNEIDLALYAQELDKQEKILLEQGGTDSKDFLEFVAGDSHNVEDGGNYSIQV
LERALKRYNLKCKNVNADELIDKDLSNQTGFICHRSLHWYAIRKVDGVWYDLNSLYKTGPRHISDFYLSALLIQFQEQGQ
NIFLVSGDYPNNQKVLDNAEFEKHQLLILNEDIQPYKNLKKKNNIQSNKKKDNQMDEEWDEYEDFSNYDQQKSYNLRNKS
QNKQVNQSKYQDEDIKGYQKQFDEMSQKKKYHENQQNKMVDEQKQNQTLSFYQKIQLINNKYKQKVEKIDNNQSNQNSFY
KKLSKQQNQNSLLNDQSKQVNIGFQESKKIDNHINNKDYNQKNQNSMSDLIEIQQEQIALTIWIDSQIRYTENFHLFETI
EDIHTFIKQKQRDLSHKKFILYTNVPDKMFFNNKEKFISDYGLYSGQVLHIKLV                          
>Tthe_XP_001031375                                                              
MEEGKIYHEKQKMLFCAKHALNNLYQAKKFTSKDLDDICDQLTKTKYLIYNPHRNIFKLGNYDINVIDKALQNNGHTIQW
FDMRKDVKELNLLEQKNDIFGLILNVQYKNTFDKIIGCNTHHWLTIKVINNEIYNLDSKQNAAQIMSNDDLYDFLLEVKK
NNGQILIVRKVDYDQQINQDINENKNEIIQGKEELSNDIAKNN                                     
>Pmar_XP_002786451                                                              



MQTSSYVYWEKQGADNLCAVHCVNSLLQGPYYNGADLNSFARELDREEEALLGTKIADGESQNYDASGNYSIGVIEKCLK
RFGELRCVNIMGAKTRSEVFSAPHLESGYVCNQSNHWFSLRRVGSGSPASQTWWNLDSLRLQAPAKISGPQELSSLIQSV
VGQGYTVFVVRGDAPLPQPSKTANSSGMMTLSSNNGMKGMYLTEREAAELAARAKTAGTSIGGGSGAGDSNGGPNAFTMI
APSGVRNNEQPQKTDWSALGSGRSLGTSTGSSGPSPQPKNDDPELAAALAASLNDIAIPNPGDEPAAGPRVTTVQVRLPN
GKRWTRRFSLDTNTLGDLFLWMEWQSLEDGKTTTAASGGQMPLLTSLAGYDVLKQGFGPFRRKFHRVPATQKVTVSGQAA
EMECTQLGDAGFEAGQEAVILQL                                                         
>Bnat_25128                                                                     
ELYHEKQRWMYCGIHAVNNLFQRKAFEKEDFDKVAGTLSPGAFISPHKSMWGLGNYDVNVLTMILQEKGYELRWFDKRKR
PENINFDKLFGIIVNTRTSRILFNSFHWIALKKINNKWMNLDSKKKSPEEFKDGENGLITYLESIIENNNQILLVVK   
>Bnat_88300                                                                     
MEVYWEPQKAAFCGVHAVNNLIQGPLYSEWDFSQVALALTEEERKLMAAQGTDSKDYLVFMAKDSTHVDESGNFSIEVIK
KAITNMNLEITSLNHPKMKKAKQEPHKEIAFICNHASHWLTIRKIAGVWYNLNSLLNNGPHTIGETYLGAFLQQLALDKY
SIFVIRGRLPDPLQEKGNGMRIAVSKISTKGTKGIDMGFKGEGKGKGNGGGTGAAKSDLERALALSRQDQGAGNEYGDDT
IQQQFLSNIRSYI*                                                                  
>Ehux_462657                                                                    
MVYLYHERQEAALCGQHCLNNLLQGPHFTAGDLADIATALDQQERKLMLEAGMTAEARAFMSEDSSNVDASGNFSIQVLS
QALQNVFGLALEDSRRPENRSLMQSPDAQTGFVLNRHSHWYCLRKLNNQWWSCNSTQMAPERITSSGNFSGLSSELRNLA
SDNWTVFVVKGDRWPQPAPRNQGAPPSNWVDPASPPRDPNEPAEFSGSTFGNAAPRQEAPKVEAFSGQGRSLGGSKRPAP
AEVADLSEEEQLAMALSLSQELAGQARTPSEPIVVDEASPTTTLRARMADGSKAVIKANHTHTVDQLKRHVASLAPGVAF
SLKGGFPPKPLEEGGLSLADAKLLNEVLVFCPE*                                              
>Ehux_465734                                                                    
MPDSAVGDLLGLASPDAPAPVATEESVKPERSATVRYLYHEPQLSSLCGVHALNNLLQGPYFGAGDLGEIAARVETRERE
ILHDAALAERSASSGHVDANFGDFSIEVLSAALEGHGLRLLNIASSEVVVQIASSPEHEEGYLCHRGSHWFALRSIVGLW
FNVDSRLERPRLLSDQELCDGVRSLRDGGHTVFAVRAAPVLDVLADDAQRVEGSEPARAGALPLPSQPHGGAGLETVWHP
LEYVVAAAGTDGAVLAGSTLPSPLPNSDPETLAAAEAAAIAASEENAGEQADLEMALALAHADAEEAAAVAAAAEAAAAA
AAEEAEARSVAGRSRALLSSIGAAISTRSRRGVPPPPPPPPPLPRGWETHLAPDGQRYYHHRPSGTTTWQRPLDMGGGLG
GGGGGGGGGGGFGAASSRLDPRRGGAATDADAALAWAMQQSLQSAGVGPAPPARAPADAGAPTATARPPPAAAPLPSPLI
DLDMD*                                                                          
>Ehux_229397                                                                    
MPAALAGPIPGPSPGPSPGPSPKRHAAGLDPSPSPKRVAAAPSVPYHEKQVKRWCGLHCLNALEQRAAFTRRQLKGFADQ
LFIACAAIDDDTASEGIRGRAGTVRAPASHAFGSASDGDVDVQVLIVALQSLDRTVAQLAAEPPPSPEETADVRGLLLHE
DRGGDVGEHWWALRRLGDDWYDLDSLLDGGEVVARGADAFRALLETHLSSLSPSGERRKEVGPPEA*             
>Gthe_81385                                                                     
MYHEKQIGSLCAVHCLNNLLQDQEFDEIQLADIAADIDRRERQALGSGRIDSDLSSANVRADGFFSVQVILEALMTRGYQ
CMHLGSSETAGVLKSPEKEIGFILNRSEHWFSLRRLGKYWFDVNSMYEKPKFVSDSYLGMLLMQMKNDGYSVFVVRGNFP
QTSIEKDNRRLEELVQACSDNQVTQELRQL*                                                 
>Ngru_XP_002677328                                                              
EQQEARLCAMHALNNLLQGSYFSEVDLMELARQLDQKERSLLEGNDSKSSQNVSDEGDFSIGVIQAALEVWGLTTIPIGH
PSITLYTRENPWSENAYICNHREHWFVFRKFGNHWFNLNSTLDEPEYLSQTYISLFIEQLKQEGYSIFAVRGELPQ    
>Ngru_XP_002676472                                                              
MIKQRSSITSDFSNADDDEQSNVVASSVDKLIDPQHYLSSSSSTVQSHRTNGISSYGTTTNNDSVGGASYEFKSSSPLNI
VEEPNHGKDDHHDESISERHDESKEEFNLPLHKPLMNQYGLGSSCCVSTTYLLQSIAPRSSCKTELIHEKQKRQLCAKHS
INNLLQQKLETNEFDKVADCIFNTERELYYGSFDSSSSRLSRWFKKKSMSNYHKKKILLLGSFGNYSYEVVESILTQKQM
KLHNLKPSELNENNLSNDLWNLKDPKMVGLLFNQQYYVQVGGGGCLPFFASKRQVERRPASGHWWAVGKIILNEERELWF
NHDSKLKEPYEIETIENVYKYVYSLCKDNQDILVWKVEG                                         
                                                                                
                                                                                
*******MMS1_N***********                                                        
>Hsap_ENSP00000301764                                                           
MSYNYVVTAQKPTAVNGCVTGHFTSAEDLNLLIAKNTRLEIYVVTAEGLRPVKEVGMYGKIAVMELFRPKGESKDLLFIL
TAKYNACILEYKQSGESIDIITRAHGNVQDRIGRPSETGIIGIIDPECRMIGLRLYDGLFKVIPLDRDNKELKAFNIRLE
ELHVIDVKFLYGCQAPTICFVYQDPQGRHVKTYEVSLREKEFNKGPWKQENVEAEASMVIAVPEPFGGAIIIGQESITYH
NGDKYLAIAPPIIKQSTIVCHNRVDPNGSRYLLGDMEGRLFMLLLEKEEQMDGTVTLKDLRVELLGETSIAECLTYLDNG
VVFVGSRLGDSQLVKLNVDSNEQGSYVVAMETFTNLGPIVDMCVVDLERQGQGQLVTCSGAFKEGSLRIIRNGIGIHEHA
SIDLPGIKGLWPLRSDPNRETDDTLVLSFVGQTRVLMLNGEEVEETELMGFVDDQQTFFCGNVAHQQLIQITSASVRLVS
QEPKALVSEWKEPQAKNISVASCNSSQVVVAVGRALYYLQIHPQELRQISHTEMEHEVACLDITPLGDSNGLSPLCAIGL
WTDISARILKLPSFELLHKEMLGGEIIPRSILMTTFESSHYLLCALGDGALFYFGLNIETGLLSDRKKVTLGTQPTVLRT
FRSLSTTNVFACSDRPTVIYSSNHKLVFSNVNLKEVNYMCPLNSDGYPDSLALANNSTLTIGTIDEIQKLHIRTVPLYES
PRKICYQEVSQCFGVLSSRIEVQDTSGGTTALRPSASTQALSSSVSSSKLFSSSTAPHETSFGEEVEVHNLLIIDQHTFE
VLHAHQFLQNEYALSLVSCKLGKDPNTYFIVGTAMVYPEEAEPKQGRIVVFQYSDGKLQTVAEKEVKGAVYSMVEFNGKL
LASINSTVRLYEWTTEKELRTECNHYNNIMALYLKTKGDFILVGDLMRSVLLLAYKPMEGNFEEIARDFNPNWMSAVEIL
DDDNFLGAENAFNLFVCQKDSAATTDEERQHLQEVGLFHLGEFVNVFCHGSLVMQNLGETSTPTQGSVLFGTVNGMIGLV



TSLSESWYNLLLDMQNRLNKVIKSVGKIEHSFWRSFHTERKTEPATGFIDGDLIESFLDISRPKMQEVVANLQYDDGSGM
KREATADDLIKVVEELTRIH                                                            
>Hsap_ENSP00000305790                                                           
MFLYNLTLQRATGISFAIHGNFSGTKQQEIVVSRGKILELLRPDPNTGKVHTLLTVEVFGVIRSLMAFRLTGGTKDYIVV
GSDSGRIVILEYQPSKNMFEKIHQETFGKSGCRRIVPGQFLAVDPKGRAVMISAIEKQKLVYILNRDAAARLTISSPLEA
HKANTLVYHVVGVDVGFENPMFACLEMDYEEADNDPTGEAAANTQQTLTFYELDLGLNHVVRKYSEPLEEHGNFLITVPG
GSDGPSGVLICSENYITYKNFGDQPDIRCPIPRRRNDLDDPERGMIFVCSATHKTKSMFFFLAQTEQGDIFKITLETDED
MVTEIRLKYFDTVPVAAAMCVLKTGFLFVASEFGNHYLYQIAHLGDDDEEPEFSSAMPLEEGDTFFFQPRPLKNLVLVDE
LDSLSPILFCQIADLANEDTPQLYVACGRGPRSSLRVLRHGLEVSEMAVSELPGNPNAVWTVRRHIEDEFDAYIIVSFVN
ATLVLSIGETVEEVTDSGFLGTTPTLSCSLLGDDALVQVYPDGIRHIRADKRVNEWKTPGKKTIVKCAVNQRQVVIALTG
GELVYFEMDPSGQLNEYTERKEMSADVVCMSLANVPPGEQRSRFLAVGLVDNTVRIISLDPSDCLQPLSMQALPAQPESL
CIVEMGGTEKQDELGERGSIGFLYLNIGLQNGVLLRTVLDPVTGDLSDTRTRYLGSRPVKLFRVRMQGQEAVLAMSSRSW
LSYSYQSRFHLTPLSYETLEFASGFASEQCPEGIVAISTNTLRILALEKLGAVFNQVAFPLQYTPRKFVIHPESNNLIII
ETDHNAYTEATKAQRKQQMAEEMVEAAGEDERELAAEMAAAFLNENLPESIFGAPKAGNGQWASVIRVMNPIQGNTLDLV
QLEQNEAAFSVAVCRFSNTGEDWYVLVGVAKDLILNPRSVAGGFVYTYKLVNNGEKLEFLHKTPVEEVPAAIAPFQGRVL
IGVGKLLRVYDLGKKKLLRKCENKHIANYISGIQTIGHRVIVSDVQESFIWVRYKRNENQLIIFADDTYPRWVTTASLLD
YDTVAGADKFGNICVVRLPPNTNDEVDEDPTGNKALWDRGLLNGASQKAEVIMNYHVGETVLSLQKTTLIPGGSESLVYT
TLSGGIGILVPFTSHEDHDFFQHVEMHLRSEHPPLCGRDHLSFRSYYFPVKNVIDGDLCEQFNSMEPNKQKNVSEELDRT
PPEVSKKLEDIRTRYAF                                                               
>Hsap_ENSP00000339353                                                           
MYAVYKQAHPPTGLEFSMYCNFFNNSERNLVVAGTSQLYVYRLNRDAEALTKNDRSTEGKAHREKLELAASFSFFGNVMS
MASVQLAGAKRDALLLSFKDAKLSVVEYDPGTHDLKTLSLHYFEEPELRDGFVQNVHTPRVRVDPDGRCAAMLVYGTRLV
VLPFRRESLAEEHEGLVGEGQRSSFLPSYIIDVRALDEKLLNIIDLQFLHGYYEPTLLILFEPNQTWPGRVAVRQDTCSI
VAISLNITQKVHPVIWSLTSLPFDCTQALAVPKPIGGVVVFAVNSLLYLNQSVPPYGVALNSLTTGTTAFPLRTQEGVRI
TLDCAQATFISYDKMVISLKGGEIYVLTLITDGMRSVRAFHFDKAAASVLTTSMVTMEPGYLFLGSRLGNSLLLKYTEKL
QEPPASAVREAADKEEPPSKKKRVDATAGWSAAGKSVPQDEVDEIEVYGSEAQSGTQLATYSFEVCDSILNIGPCANAAV
GEPAFLSEEFQNSPEPDLEIVVCSGHGKNGALSVLQKSIRPQVVTTFELPGCYDMWTVIAPVRKEEEDNPKGEGTEQEPS
TTPEADDDGRRHGFLILSREDSTMILQTGQEIMELDTSGFATQGPTVFAGNIGDNRYIVQVSPLGIRLLEGVNQLHFIPV
DLGAPIVQCAVADPYVVIMSAEGHVTMFLLKSDSYGGRHHRLALHKPPLHHQSKVITLCLYRDLSGMFTTESRLGGARDE
LGGRSGPEAEGLGSETSPTVDDEEEMLYGDSGSLFSPSKEEARRSSQPPADRDPAPFRAEPTHWCLLVRENGTMEIYQLP
DWRLVFLVKNFPVGQRVLVDSSFGQPTTQGEARREEATRQGELPLVKEVLLVALGSRQSRPYLLVHVDQELLIYEAFPHD
SQLGQGNLKVRFKKVPHNINFREKKPKPSKKKAEGGGAEEGAGARGRVARFRYFEDIYGYSGVFICGPSPHWLLVTGRGA
LRLHPMAIDGPVDSFAPFHNVNCPRGFLYFNRQGELRISVLPAYLSYDAPWPVRKIPLRCTAHYVAYHVESKVYAVATST
NTPCARIPRMTGEEKEFETIERDERYIHPQQEAFSIQLISPVSWEAIPNARIELQEWEHVTCMKTVSLRSEETVSGLKGY
VAAGTCLMQGEEVTCRGRILIMDVIEVVPEPGQPLTKNKFKVLYEKEQKGPVTALCHCNGHLVSAIGQKIFLWSLRASEL
TGMAFIDTQLYIHQMISVKNFILAADVMKSISLLRYQEESKTLSLVSRDAKPLEVYSVDFMVDNAQLGFLVSDRDRNLMV
YMYLPEAKESFGGMRLLRRADFHVGAHVNTFWRTPCRGATEGLSKKSVVWENKHITWFATLDGGIGLLLPMQEKTYRRLL
MLQNALTTMLPHHAGLNPRAFRMLHVDRRTLQNAVRNVLDGELLNRYLYLSTMERSELAKKIGTTPDIILDDLLETDRVT
AHF                                                                             
>Cint_ENSCINP00000000997                                                        
MYAWYRQIHAPTGVEQCVYCNFASEKEKNLLVTAASQLTVYRLERNYETRNWRPKLTTSKTISENTVVKEKLQQIGSWQL
FGNVVRMRSVRLAGAKLDSVLLSFAEAKLSIIEFDQATHDIKTTSLHYFEDALYKDGSYQRITLPKIAVDPESRCVALQL
TTKSVAVVPLRANTAALATDDGAAPQDNVSLQKSTTSYTIDLHAVDARLQRIIDIQFLHGYNEPTLLVLFESLRTWAGRV
AMRQDTCNIVAISLNMAEQLHPVVWSLNGLPFDCKYAYPVPKPIGGVLIFAVNSILYLNQSVPPYGTSLNSTTENSTSFP
LKPQEDVCMTLDCSHAMFISPESLVISLKNGELYVLTLLVDSMRSVRNFHFDKSASSVLTSCLTVLDEGFLFLGSRLGNS
LLLKHTEGRPDSVTATIQVLLNIMVIFMATIQCVPRNWRLPGSRLTVVATIQCVPRNWRLPDTNDIDLQMYGKDTVTSEP
LSSYKFEVCDSLVNIGPCGAAELGEPAFLSEEFVSQRESDLELAILSGHGKNGAISVLQRSVKPQVVTTFELPGCIDMWT
VKSELPTKTQQQQHSYLILSREESTLILETGKEIMEVENSGFNTREQSVFVGNIGGDKELILQVCASGVWLLAGVKLLQH
IPLELGSPITQCSICDPYALLLTSDGDLIMLTLTNDLDSENGVKLECCNPSINQVPQIEHVCLYKDTSGLFKTASGPSDV
FLPEDSSNKGVSDSEIPSSLPRTPLSSKTFTVDEEDELLYGESDPDVIFAPQFAPNVPKSPTQNEPLDGDKEGNEEFTFW
AIIARENRNLEIYSMPSLDLVYTIKNFSFGQKLLTNSGPVHSYSVSKDDKSTSTRYSDKPRIFEILLVGLGYKNSSPHLI
ARIEEEILIYEVFKFSAPEKFKKYNSLQIRFKKVNHSMMIRRAPVTHETKTDQLEHRNCLRTFSNIGGYSGVFLCGPYPY
WIFVTIRGALCCHPMSVDGSVSCFVPFHNVNCPNGFLYFNSQGELRICMLPPHMKYDTAWPMRKITLRCSVHFLAYSIEH
KVYALVTSVSEPCTRLPYLTFENEREFEDLEKGDRFIYPHIDKFSVQLISPASWDLVPNARLDMGEFEHITCMKNVWLSC
GQDSSARQNFLVLGTVNVFGEEMSSRGKIIILEVIEVVPEPGQPLTKNKLKQIYSEEQKGPVTAVCGLEGNLLTAIGQKV
KTVFFIYFFFFNFFYKFTDFNKLSVTSDFFFIKLIFFQTDFKTLSVTSRDVRPLEVYTADLVVDGTGINFLVSDHEKNLV
LFAYDPEDHESHGGSRLTKRADMHIGSRANCMWRVAACGVDRSTGLPNQPYAGVHITMMGTLDGSICHVLPVAEKVYRRL
LMLQNIMVTGLQHIAGLNPRAFRHVRSQHLSLQNAMKNMLDGDLLWKFNALSYLERIELAKKIGTSPEQILNDIMDINRA
ISVM                                                                            
>Cint_ENSCINP00000002609                                                        
GKLLELLKPDPNTGKVHTLITVEVFGEIRSLMSFRLTGGNKDYVVCGSDSGRISILEYIPNKNKFEKIHLETFGKSGCRR
IVPGQYLAIDPKGRAVMIGALEKQKLVYILNRDSQARLTISSPLEAHKANTFVYHMVGIDVGFENPMFACLELDYEEADT



DPTGEAVQNTQQTLTFYELDLGLNHVVRKYSEPLEERANHLISVPGGNDGPGGVLVCAENYITYKNFGDQPDIRTPIPRR
RNDLDDPERGMIVVCSATHKTKSMFFFLIQTEQGDIFKVTLETDEDMVTEIRLKYFDTVPVSMAMCVLRTGFLFVAAEMG
NHCLYQIAHLGDDDDETEFSSAMPLEEGDTFFYAPRALRNLVLVDELDSLSPIMTCLISDLANEDTPQLYVTCGRGPRSS
LRVLRHGLEVSEMAVSELPGNPNAVWTVKIKEEEEFDSYIIVSFVNATLVLSIGETVEEVTDSGFLGTTPTLSCSLLGEN
ALVQVYPDGIRHIRADKRVNEWKTPGKKTILRCAVNQRQVVIALTGGELVYFEMDQSGQLNEYTERKEMNSEVVCMDLSK
VPPTEQRTRFLAVGLADNTVRIISLDPTDCLQPLSMQALPATPESVCIIEIGGGEDETGAQKASGGLVLNIGLQNGVLLR
TTLDNVTGDLSDTRTRYLGTRAVKLFRVLTQGSDAVLAMSSRTWLSYQHQNRFHLTPLSYESLEFASGFASEQCPEGIVA
ISANTLRILALEKLGTVFNQASTGLQYTPRRFAIHYDSGNVIILETDHNAYTEETKENRKQQMAEEMIEAAGEDERELAA
EMTAAFLRESLPEDKFGASKAGPGMWSSQIRLMHPRSGETIQKICLEQNEAALSIAICKFPNNSDDTFVLVGVACELLIN
PRQARGGGEIHTYKINEEGNKLELVHKTVVDEVPSAICPYQGRVLIGVGKLLRIYDLGKKKLLRKCENKVGGTQNNRSTN
TITNCANFYVNNKNSPDINEIIMLNPQHYSCAHIPNYIASIQAVGHRIIVCDVQESVHWVRYRRHENQLVVFADDTYPRW
VTSATVLDWNTVAVSDKFGNISVVS                                                       
>Cint_ENSCINP00000015292                                                        
MSSNYIVTAHKPTAVKQCITGNFTSGSDLNLLISKNTRLELFTVTPEGLRPVKEINIYGRIAVLKFFRPEGEDRDLLFIL
TERYHGCILQYKATDGGCEIITKASGDLSDTVGRPPETGIIGIIDPTSKLIGLRLYEGVFKFLPYDPTSEELRPFNIRIE
ELSVIDAKFLHGYTTPTLVIIYQNSQGRHVKTYIVDVRDKEVVAGPWKQENIDAEANFIINVPKPLAGSIIIGQESITYH
NGDKYIPIAPPQIKDTINCYAPVDKDGSRYLLGDLAGHLFILLLESDEMMDGTNTVRDLKIELLGEVSIPEAISYLDNGV
VYIGSRLGDSQLIRLHTTPVEVQPKPSLISVLDTYTNLGPIIDMCVVDLDRQGQGQVVTCSGAFKEGSLRIIRNGIGIQE
HASIDLPGIKGLWPLRVFDTSRSYDTLVISFVGHSRILQLSGEEVEETDLPGFDDESQTFYCSNVCHNQLVQITEKSIRL
ISHTERRQVHEWKPKNDRHISVATCNKSQVLLAIGSSLHYFEIQPGEVIERACVDLPHEVACLTIEPLVSDPSELEGPDF
VTASICAVGLWNDNTARVLKLPTLEEMHQQKLADEIIPRSILLVQFDGINYLLVTLGDGTLFYFTLNPETGYISDRKKVP
LGTQPTSLSVFTSGGSRTVFACSDRPTVVYSSNKKLVFSNVNLKEVSHMCPLDSDGYPDSLALANDNTLLIGTIDEIQKL
HIRTVPLYESPRRIAYQEESQCFGLVTLRTDSVDATGDKMKITRPSASTQASVCTKSPPVDGRSVEGFSATADIGSLLII
DQHTFEVHHAYQLDTNEEPLSIMSCKLGSDPNSYFVVGTAFVYMEETEPKHGRILVFHYIDNKLTLVAEKEVKGAVFCLC
QFNGHVLAAINTSVSIYQWTAEKELRAECSNQSNILALYLKCKGDFVLVGDLMRSMSILNYKHVEGNLDEIAKDYSPNWM
TAVEILDDDNFLGAENFYNVFICQKDSGATTDEERSKLREAALFHVGDSINTFRHGSLVMQNVGETAVPSKGHILFGTVH
GSIGVITTVDEDLYAFLHSIQNRLAKVIKSVGNIDHESYPFIIDILMTEAHRGFVDGDLIECFLDLNREKMAEVAKGLMV
KEHGTKREATVDDLIKAVEEMNRIH                                                       
>Cint_ENSCINP00000021365                                                        
MFLYGLTLQRATTIIHAVHGNFSGTKQQEIAVSRGKLLELLKPDPNTGKVHTLITVEVFGEIRSLMSFRLTGGNKDYVVC
GSDSGRISILEYIPNKNKFEKIHLETFGKSGCRRIVPGQYLAIDPKGRAVMIGALEKQKLVYILNRDSQARLTISSPLEA
HKANTFVYHMVGIDVGFENPMFACLELDYEEADTDPTGEAVQNTQQTLTFYELDLGLNHVVRKYSEPLEERANHLISVPG
GNDGPGGVLVCAENYITYKNFGDQPDIRTPIPRRRVPCKFFFKNEPNFLCMSVCVHSLPIPFKEKITIKKMCSNYFTVTL
ETDEDMVTEIRLKYFDTVPVSMAMCVLRTGFLFVAAEMGNHIRHMNSLAKVYANPLQSSACGSEIQTNKQILDTVFSHLN
WIPKKPRGCKRLQIFWLFRPEMLRGHNLVFFLKLTQFYQIYECSKCKLNNILNRKRNLILTFSCPYFLHYHVPIEEFDSY
IIVSFVNATLVLSIGETVEEVTDSGFLGTTPTLSCSLLGENALVQVYPDGIRHIRADKRVNEWKTPGKKTILRCAVNQRQ
VVIALTGGELVYFEMDQSGQLNEYTERKEMNSEVVCMDLSKVPPTEQRTRFLAVGLADNTVRIISLDPTDCLQPLSMQAL
PATPESVCIIEIGGGEDETGAQKASGGLVLNIGLQNGVLLRTTLDNVTGDLSDTRTRYLGTRAVKLFRVLTQVCNVAFFK
IIHCPYITFFINANTHVRILALEKLGTVFNQASTGLQYTPRRFAIHYDSGNVIILETDHNAYTEETKENRKQQMAEVSMT
GEDERELAAEMTAAFLRESLPEDKFGASKAGPGMWSSQIRLMHPRSVSSQQFIVLYILRFNLVFLFLKNNFLVNSFPPTT
QGETIQKICLEQNEAALSIAICKFPNNSDDTFVLVGTVVDEVPSAICPYQGRVLIGVGKLLRIYDLGKKKLLRKCENKHI
PNYIASIQAVGHRIIVCDVQESVHWVRYRRHENQLVVFADDTYPRWVTSATVLDWNTVAVSDKFGNISVLRLPSDVNDDV
QDDPSGTKALWTRGILNGAMQKCEVLCMYHVGETVLSLQKTTLIPGGSESLVYTTLSGSIGMLVPFTSHEDHDFFQHLEM
HMRNECPPLLGRDHLAYRSYYFPVKNVIDGDLCELFNSMEASKQKSVAEELDRVPSEVSKKLEDIRTRYA          
>Skow_XP_002736302                                                              
MESGYLFLGSRLGNSLLLKYVEKAQESTDSVTNGAKKTEEDEETNKEEPPNKKKRTDDASDWIASDVALLAEDVDELEVY
GSQTQAGTQLTSYTFEVCDSIMNIGPCTKAVMGEPVFLSEEFQTNPDPDMELVALSGYSKNGALSVLQRSIRPQVVTTFE
LPGCIDMWTVVGPPEKENKDQPKEKTEEEGDKKPDALTNGHAFLILSRDDSSMILSTGQEIMELDHSGFSTQGPTVYAGN
LGNNAYILQVSPMGVRLLEGVNQLQHIPLDLGSPIVLCSVSDPYALLMSEKGELVLLTLKPDGFAGGHRLAISRPQIPQI
SRILTLCAYKDTSGMFTTSSKMESTSDETEEKKITKPSVADISMTSEISNVDDEDEMLYGESDASLFSPTKKEEKSSFLQ
TREVLSETKPTYWCAMSRENGVLEIYSLPDFKLAFLVKNFPMGFKVMVDSYQMTASAPGGSSKSDQQHDMMPIVKELLLI
GLGHKNKKTHLLARVDEDLYIYEAFTHDQSSLDNHLRLRFRKVFVCGPYPHWLFMTSRGALRSHPMHIDGSVTCFAPFHN
INCPKGFLYFNKHGELRICVLPTHLSYDALWPVRKVPLRCTPHFISYHIESKTYAVVTSVSEPCLRICKMTGDDKEFEDV
ERDDRFIFPTIEKFSLQLFSPLSWEAIPNTKIDTEDWEHITGLKTVFLKSEGTVSGLKGFIAVSTTIVYGEEVTCRGRIL
IFDVIEVVPEPGQPLTKNKLKLLYDKEQKGPVTTLCDIEGLLAAAIGQKIFLWAFRNNDLIGVAFIDTQIHIHTLCTIKN
FILAADIRKSVSLLRFSDEDRSLSLVTRESFGGQRLLRRADFNAGSHVCSFFRMRSKLSDPATEKLLTGPMERRHVTMFA
TLDGSIGYLIPMTEKTYRRLLMLQNALTTQTLHTAGLNPKGFRMVKHQTKSLENTHKNILDGDLLWKYTFLSVNERTELA
KKIGTSVEQILDDLMDVERLTAHF                                                        
>Dmel_FBpp0072494                                                               
MYLYNLTLQKATGVTHAVHGNFSGGKQQEVLLSRGKSLELLRPDSNTGKVHTLLSTEIFGCVRALMAFRLTGGTKDYIVV
GSDSGRIVILEYNPSKNALEKVHQETFGKSGCRRIVPGQYFAIDPKGRAVMIGAVEKQKLAYIMNRDTQARLTISSPLEA
HKSNTLTYHMVGVDVGFDNPMFACLEIDYEEADMDPSGDAAQRTQQTLTFYELDLGLNHVVRKYSEPLEEHANFLVSVPG



GNDGPSGVLICSENYLTYKNLGDQHDIRCPIPRRRNDLDDPERGMIFICSATHRTKSMYFFLLQTEQGDIFKITLETDDD
VVSEIKLKYFDTVPPATAMCVLKTGFLFVASEFGNHYLYQIAHLGDDDDEPEFSSAMPLEEGETFFFAPRALKNLVLVDE
LPSFAPIITSQVADLANEDTPQLYVLCGRGPRSTLRVLRHGLEVSEMAVSELPGNPNAVWTVKKRADDEFDAYIIVSFVN
ATLVLSIGETVEEVTDSGFLGTTPTLCCAALGDDALVQVYPDGIRHIRSDKRVNEWKAPGKKSITKCAVNQRQVVITLSG
RELVYFEMDPTGELNEYTERSEMPAEIMCMALGTVPEGEQRSWFLAVGLADNTVRILSLDPNNCLTPCSMQALPSPAESL
CLVEMGHTESTTQGGLDDDAPAQRSGNNKGTIYLNIGLSNGVLLRTVLDPVSGDLADTRTRYLGSRPVKLFRIKMQGSEA
VLAMSSRTWLSYYHQNRFHLTPLSYETLEYASGFSSEQCSEGIVAISTNTLRILALEKLGAVFNQVAFPLQYTPRTFVIH
PDTGRMLIAETDHNAYTEDTKSARKEQMAEEMRSAAGDEERELAREMANAFINEVLPEDVFSSPKAGLGLWASQIRCLDA
MHGQTMFSVPLTQNEAIMSMAMLKFSIAADGRYYLAVGIAKDLQLNPRISQGGCIDIYKIDPTCSSLEFMHRTDIDEIPG
ALCGFQGRLLAGCGRMLRIYDFGKKKMLRKCENKHIPYQIVNIQAMGHRVYVSDVQESVFFIRYRRAENQLIIFADDTHP
RWVTATTLLDYDTIAIADKFGNLSIQRLPHSVTDDVDEDPTGTKSLWDRGLLSGASQKSENICSFHVGEIIMSLQKATLI
PGGSEALIYATLSGTVGAFVPFTSREDYDFFQHLEMHMRNENPPLCGRDHLSYRSSYYPVKNVLDGDLCEQYLSIEAAKQ
KSIAGDMFRTPNQICKKLEDIRTRYAF                                                     
>Dmel_FBpp0082177                                                               
MSHHYVVTAQKPTAVVACLTGNFTSPTDLNLIIARNNQVEIDLVTPEGLRPLKEININGTIAVMRHFRPPDSNKDLLFIL
TRRYNVMILEARMVNDVITVVTKANGNVSDSVGIPSEGGVIAAIDPKARVIGMCLYQGLFTIIPMDKDASELKATNLRMD
ELNVYDVEFLHGCLNPTVIVIHKDSDGRHVKSHEINLRDKEFMKIAWKQDNVETEATMLIPVPSPIGGVIVIGRESIVYH
DGSNYHAVAPLTFRQSTINCYARVSSNGLRYLLGNMDGQLYMLFLGTAETSKGVTVKDIKVEQLGEISIPECITYLDNGF
LYIGARHGDSQLVRLNSEAIDGSYVVPVENFTNLAPILDIAVVDLDRQGQGQIITCSGSFKDGSLRIIRIGIGIQEHACI
DLPGIKGMWSLKVGVDESPYENTLVLAFVGHTRILTLSGEEVEETEIPGFASDLQTFLCSNVDYDQLIQVTSDSVRLVSS
ATKALVAEWRPTGDRTIGVVSCNTTQILVASACDIFYIVIEDGSLREQSRRTLAYEVACLDITPLDETQKKSDLVAVGLW
TDISAVILSLPDLETIYTEKLSGEIIPRSILMTTFEGIHYLLCALGDGSMYYFIMDQTTGQLTDKKKVTLGTQPTTLRTF
RSLSTTNVFACSDRPTVIYSSNHKLVFSNVNLKEVNHMCSLNAQAYPDSLALANKNAVILGTIDEIQKLHIRTVPLGEGP
RRIAYQESSQTFAVSTLRIDVHGRGGAKPLRNSASTQAQNITCSSNFLPKPGGGNSTAANAEVGQEIDVHNLLVIDQNTF
EVLHAHQFVAPETISSLMSAKLGDDPNTYYVVATSLVIPEEPEPKVGRIIIFHYHENKLTQVAETKVDGTCYALVEFNGK
VLAGIGSFVRLYEWTNEKELRMECNIQNMIAALFLKAKGDFILVGDLMRSITLLQHKQMEGIFVEIARDCEPKWMRAVEI
LDDDTFLGSETNGNLFVCQKDSAATTDEERQLLPELARFHLGDTVNVFRHGSLVMQNVGERTTPINGCVLYGTCNGAIGI
VTQIPQDFYDFLHGLEERLKKIIKSVGKIEHTYYRNFQINSKVEPSEGFIDGDLIESFLDLSRDKMRDAVQGLELTLNGE
RKSADVEDVIKIVEDLTRMH                                                            
>Dmel_FBpp0089163                                                               
MFSMCKQTHSATAVEFSIACRFFNNLDENLVVAGANVLKVYRIAPNVEASQRQKLNPSEMRLAPKMRLECLATYTLYGNV
MSLQCVSLAGAMRDALLISFKDAKLSVLQHDPDTFALKTLSLHYFEEDDIRGGWTGRYFVPTVRVDPDSRCAVMLVYGKR
LVVLPFRKDNSLDEIELADVKPIKKAPTAMVSRTPIMASYLIALRDLDEKIDNVLDIQFLHGYYEPTLLILYEPVRTCPG
RIKVRSDTCVLVAISLNIQQRVHPIIWTVNSLPFDCLQVYPIQKPIGGCLVMTVNAVIYLNQSVPPYGVSLNSSADNSTA
FPLKPQDGVRISLDCANFAFIDVDKLVISLRTGDLYVLTLCVDSMRTVRNFHFHKAAASVLTSCICVLHSEYIFLGSRLG
NSLLLHFTEEDQSTVITLDEVEQQSEQQQRNLQDEDQNLEEIFDVDQLEMAPTQAKSRRIEDEELEVYGSGAKASVLQLR
KFIFEVCDSLMNVAPINYMCAGERVEFEEDGVTLRPHAESLQDLKIELVAATGHSKNGALSVFVNCINPQIITSFELDGC
LDVWTVFDDATKKSSRNDQHDFMLLSQRNSTLVLQTGQEINEIENTGFTVNQPTIFVGNLGQQRFIVQVTTRHVRLLQGT
RLIQNVPIDVGSPVVQVSIADPYVCLRVLNGQVITLALRETRGTPRLAINKHTISSSPAVVAISAYKDLSGLFTVKGDDI
NLTGSSNSAFGHSFGGYMKAEPNMKVEDEEDLLYGDAGSAFKMNSMADLAKQSKQKNSDWWRRLLVQAKPSYWLVVARQS
GTLEIYSMPDMKLVYLVNDVGNGSMVLTDAMEFVPISLTTQENSKAGIVQACMPQHANSPLPLELSVIGLGLNGERPLLL
VRTRVELLIYQVFRYPKGHLKIRFRKMDQLNLLDQQPTHIDLDENDEQEEIESYQMQPKYVQKLRPFANVGGLSGVMVCG
VNPCFVFLTFRGELRIHRLLGNGDVRSFAAFNNVNIPNGFLYFDTTYELKISVLPSYLSYDSVWPVRKVPLRCTPRQLVY
HRENRVYCLITQTEEPMTKYYRFNGEDKELSEESRGERFIYPIGSQFEMVLISPETWEIVPDASITFEPWEHVTAFKIVK
LSYEGTRSGLKEYLCIGTNFNYSEDITSRGNIHIYDIIEVVPEPGKPMTKFKIKEIFKKEQKGPVSAISDVLGFLVTGLG
QKIYIWQLRDGDLIGVAFIDTNIYVHQIITVKSLIFIADVYKSISLLRFQEEYRTLSLASRDFNPLEVYGIEFMVDNSNL
GFLVTDAERNIIVYMYQPEARESLGGQKLLRKADYHLGQVVNTMFRVQCHQKGLHQRQPFLYENKHFVVYGTLDGALGYC
LPLPEKVYRRFLMLQNVLLSYQEHLCGLNPKEYRTLKSSKKQGINPSRCIIDGDLIWSYRLMANSERNEVAKKIGTRTEE
ILGDLLEIERLASVF                                                                 
>Cele_K02F2_3                                                                   
MHLYNLTLQGQSAINQAIQGNFSGTPKAQEIVVGRGSALELLTLDTVTGKIKVMCHQDIFGIVRSLLAFRLTAGTRDFIA
VGSDSGRIVILQYNAEKTCFERLHQETFGKTGCRRIVPGHFLVGDPRGRALMIGAVERQKLVYIMNRDSEAHLTISSPLE
AHKHHTLCYAMVGIDVGFENPTFACLEFDYEDADNDPTGEAAKRTQQTLTFYELDLGLNHVVRKYAEPLNDPGNLLIAVP
GGNDGPSGVIVCCENYLVYKNLGDQPDIRCPIPRRRNELDDADRTMLIIATATHKTKNMYFFLVQAENGDIFKVTLETDE
DLVSEMKLKYFDTVPPANALCILKSGFLFVAAEFGNHELYQIASLGEGDDDEFSSAMGFGENDAAFFEPHELKSLIPIDS
MDSLSPLTDAVIGDIAREDAAQIYSLVGRGARSSLKVLRNGLEISEMAVSDLPGNPNAVWTVKKNIEDQYDSYIVVSFVN
ATLALTIGDTVEEASDSGFLPTTPTIGCAMIGDDSLVQIYSEGIRHIRADKRINEWKAPPRRQIVKCAVNRRQVAVALTG
GELVYFELDLNGTLNEFTERKLFNADIACMTFSEISEGELNSRFLALGTVDNAVRIISLDPNDMLMPLSTQSLPCPPESI
LLIDTPNEDGKGVAAVHLNIGLQNGCLFRNTVDNVTGAIMDTRTRYLGTRPVKLFKVQCQGRSAILCTSSRSWLLYHFQR
RFHLTPLSYANLEYAASFCSNQCSEGIVAISASTLRIIAAEKLGVAFNVQSFEHKMTPRRVAVHPSMPCLIVIETDHASY
TEVTKNIKRNQMAADVEAMASDETEAQLAQEIATNLRERRLDERVYGAPRAARGKWASAISLISATSGDKLSYFELPQDE
NAKCVALVQFSKHPNEAMVLVGCGVNEVLNVHDIDPNDTSIRPTRGCVYTFHLSANGDRFDFLHRTETPLPVGAIHDFRG



MALVGFGRFLRMYDIGQKKLLAKCENKNFPVSIVNIQSTGQRIIVSDSQESVHFLRYRKGDNQLVVFADDTTPRYVTCVC
VLDYHTVAVADKFGNLAVVRLPERVNEDVQDDPTVSKSVWDRGWLNGASQKVELVSNFFIGDTITSLQKTSLMPGANEAL
VYTTIGGAIGCLVSFMSKDEVDFFTNLEMHVRSEYPPLCGRDHLAYRSYYAPCKSVIDGDICEQFSLMDTQKQKDVAEEL
GKTVSEISKKLEDIRTRYAF                                                            
>Cele_M18_5_1                                                                   
MPISYCVSAKKASVVVESVVGNFTGHENVNLIVARGNRIDVQLVSPEGLKNVCEIPIYGQVLTIALVKCKRDKRHSLIVV
TEKWHMAILAYRDGKVVTRAAGCIADPTGRATDNLFSLTIHRNGLIAIRAFEGSVKMIQWESGTDLRHFNVRFDYPNVSD
FKFVDTGEDDVYRVAFIYDDDHGKHLQFSDLNMHDKEFRTYSRQASIAADSSVLIPVPHAIGGVIVLGSNSVLYKPNDNL
GEVVPYTCSLLENTTFTCHGIVDASGERFLLSDTDGRLLMLLLNVTESQSGYTVKEMRIDYLGETSIADSINYIDNGVVF
VGSRLGDSQLIRLMTEPNGGSYSVILETYSNIGPIRDMVMVESDGQPQLVTCTGADKDGSLRVIRNGIGIDELASVDLAG
VVGIFPIRLDSNADNYVIVSLSDETHVLQITGEELEDVKLLEINTDLPTIFASTLFGPNDSGIILQATEKQIRLMSSSGL
SKFWEPTNGEIISKVSVNAANGQIVLAARDTVYLLTCIVDEMGALDIQLTAEKKFENEIACLDLSNEGDDPNNKATFLVL
AFWSTFAMEVIQLPDLITVCHTDLPTKIIPRSIIATCIEEVHYLLVAFGDGALVYYVFDIKTGTHGEPKKSNVGTRPPSL
HRVRNKNRQHLFVCSDRPVIIFSASKKLVFSNVNVKLVDTVCSLSSSAYRDCLVISDGNSMVFGTVDDIQKIHVRSIPMG
ESVLRIAYQKSTSTYGVCSNRTESKAERVFASKNALVTSQSRPKVASTRADMDESPPNTTSSFMVLDQNTFQVLHSHEFG
PWETALSCISGQFTNDSSTYYVVGTGLIYPDETETKIGRIVVFEVDDVERSKLRRVHELVVRGSPLAIRILNGKLVAAIN
SSIRLFEWTTDKELRLECSSFNHVIALDLKVMNEEVAVADVMRSVSLLSYRMLEGNFEEVAKDWNSQWMVTCEFITAESI
LGGEAHLNLFTVEVDKTRPITDDGRYVLEPTGYWYLGELPKVMTRSTLVIQPEDSIIQYSQPIMFGTNQGTIGMIVQIDD
KWKKFLIAIEKAIADSVKNCMHIEHSSYRTFVFQKRAEPPSGFVDGDLVESILDMDRSVAMDILSKVSDKGWDPSLPRDP
VEILKVIEDLARMH                                                                  
>Ctel_155561                                                                    
MFLYNLTLQRATGITHAAHGNFSGTKQQEIIVSRGKVLELLRPDPNTGKVHTLLTSEVFGVIRSLMPFRLTGGSKDYIIL
GSDSGRIVILEYVASKNIFEKIQQETYGKSGCRRIVPGQQLAIDPRGRAVMVGAVEKQKLVYILNRDAQARLTISSPLEA
HKANTLGYYMVGVDVGFENPTFACLEVDYEEADSDPTGESASKLQQMLTYYELDLGLNHVVRKYSEPLEEHANMLISVPG
GSEGPSGVLICSENYITYKNFGDQPDIRCPIPRRRNDLDDPERGMIFVCNATHKTKSMFFFLTQTEQGDVFKITLETDED
MVTEVRLKYFDTVPVASSMCVLKTGFLFIASEFGNHYLYQIAHLGDDDDEPEFSSAMPLEEGDTFFFAPRPLKNLVMVDE
MDSLSPIMHCQIADLANEDTPQLFAMCGRGPRSTLRVLRHGLEVSEMAVSELPGNPNAVWTVKRNIEDEFDAYIIVSFVN
ATLVLSIGETVEEVTDSGFLGTTPTLSCSQLGDDALVQIYPDGIRHIRSDKRVNEWKTPGKKTIVRCAVNQRQVVIALSG
GELVYFEMDPTGQLNEYTERKELSSDVVCMGLGRVPSGEQRCRFLAVGLNDNTVRIISLDPTDCLSPLSMQALPASPESL
CIVEMGGAVEGQEEAHINHGLFLNIGLQNGVLLRAVLDNVTGDLSDTRTRYLGSRPVKLFRISMQGSDSVLAMSSRSWLS
YTYQNRFHLTPLSYDTLEYASGFASEQCPEGIVAISTNTLRILALEKLGAIFNQVSIPLQYTPRKFVIHAETGNVIVIES
DHNAYTEDTKQQRKQQMAEEMVEAAGEEEQQLAAEMAAAFLQENLPEDVFGAPKAGNGMWASQIQIMNPINGKTLCKLPL
EQNEAAFSVSIVRFANHGDEAFVLVGTVKDLVLSPRSCSCGYILCFRFTNNYEGLELLHRTPVDDVPAAIAAFQGRVLIG
VGRHLRIYDLGKKKMLRKCENKFLPNFVTAIHVNGNRIMVSDIQDSFHFVRYKRHENQLIVFADDTCPRWLTCSCMLDYN
TMAGADKFGNICVVRLPSNATDDVDEDPTGNKALWDRGSLNGASQKADSIANFHVGEMITSLQKATLIPGGSESLVYTTL
SGSLGMLVPFSSHEDHDFFQHLEMHMRSEVQSLCGRDHLAYRSYYFPVRNVIDGDLCEMFTSMDVSRQKQISEELDRTPA
EVSKKLEDTRTRFAF*                                                                
>Ctel_148808                                                                    
MAYNYVVTAHKPTAVTACVTGNFTSTKDLNLIIAKNTRLEVYVVTPEGLRPIKEIGIYGRIAVLELFRPPGESKDLLFLL
TARYNAMILECSQDGDHIEIITRAHGNVQDRIGRPSETGIIGIVDPLCRIIGLRLYDGLFKVIPLDRDMRELKAFNIRLE
ELNVIDVQFLHGCSTPTIILSITYHKGDNYLAVAPPIIKQSTITCCGKVDANGCRYMLGDMAGRLFMLLLEKEERIDGSM
AVKDIKVELLGESAIAECITYLDNGVVYVGSRLGDSQLVKLNVEADDSGSYVQVMETFTNLGPVVDMCVVDLERQGQGQL
VTCSGGYKEGSLRIIRNGIGIHEHATIDLPGIKGMWPLRVDSPTQDDMIVLSFVGQTRVLLLSGEEVEETELGGFEADQQ
TFFCGNVAHSQLLQITAASVRLVDPRTKKLLSEWRPPSGKNLSVAGCNHCQVVCAVSREVFCLDIQQGALILQGSTTMEH
EVACVDITPLNDESGPSQLCAVGLWTDISARILQLPSLEQLHQEMLGGEIIPRSILLATFEGVNYVLCALGDGALFYFHL
QPSTGVLSDRKKVTLGTQPTVLRTFKSPGTTNVFACSDRPTVVYSSNHKLVFSNVNLKEVNYMCPLNSEGYPDSLALAND
CTLTIGTIDEIQKLHIRNVPLGETPRRIAYQEASQTFGVITLRSDLQDSNGSTPARPSASTQALSTSSSSNVKVMAASNA
NTEHTFGDEVEVHSLLVLDQHTFEVLHSHQLMQYEFATALMSGRFGEDPTTYYVVGTAMVYPEEAEPKQGRIIVFRFHDG
KLTQVAEKEIKGAAYTLTEFNGKLLASINSTVRLFEWTAEKELRVECSYFNNIIALYLKTKGDFILVGDLMRSVTLLSYK
PMEGCFEEIARDYNPNWMTSIDVLDDDTFLGAENSFNIFTCQKDSAATTDEERQHLQEVGLYHLGEFVNVFRHGSLVMQH
PGECTSPTQGSVLFGTVNGALGLVTQLPQEFYLFLLEVQNKLAKTIKSVGKVEHAFWRSFHTERKTEPATGFIDGDLIES
FLDLSRDKMQEVVQGLQMDDGSGMKREAAVDDLVKMIEELTRIH*                                   
>Lgig_128853                                                                    
MYSVYKQIHKPTGIEHSIYCNLYSTDEKNLVLAGVNQLSIYRLNIDAEVITSSDGDKSEESRRTKLECVGTYSLFGNVMS
LQAVRLPGAVRDSLVLSFFDAKLSVLEYDPATHNLKTSSLHQFEESDLKDGFTRPEGIPTIRVDPDGRCAAMCIYTNRLV
ILPFKRDVVIDDIDQATPGGTTTSPIMSTYIVDLRKLDEKITNVKDFQFLHGYHEPTVFILYEPLRTWAGRTAVRTDTSC
IVAISLNIQQKVHPIIWHINSLPFDCFGCIAIPKPIGGALLFANNSLLYLNQSVPPYAVSLNSIAETCSAFPLRPQEGVR
MALDCSQATMISYDKLVLSLKGGELYVLTLVVDGMRTVRSFHFDKAASSVLTTCICQCDDGYLFLGSRLGNSLLLKYTEK
DQVKTDKTDIDRKTAEPSNKKRKLEGSEHLASDVTEIDNLDELEVYGVSETASTTITSYSFEVCDNIWNIAPCGQIEMGE
PAFLSEEFGNSVDPDLELVTTSGYGKNGALSVLQRSIRPQVVTTFELPDCVDMWTVFNQQDDEQQVGDESEDSPKPIKGG
HSFLILSRPDSSMVLQTGNEIMELDHSGFSTQSPTVFAGNIGDNKYILQVSTNSIRLLEGVKQLQHIPLDTGSIVVQCSV
ADPYVVIMMEDGQIMLLTLKQDSYGSGVRLAVTRPQISMKSKILVVTAYKDMSGMFTTSDIKDTELDQAMDEKHHEKVVQ



LDDSNIEDEDELLYGASDTSVFGTSFTGSSSVQTTSTDKRKKKKEAKDIIPSYWSILCRENGELEIYSVPEFKACYYVKN
FPGGHRVLVDSGQEVKGQKERESYLELPKVKELLVVGLGYNKSHPYLLARVEEELFIYEAFPFQPTQSDKQHHLKIRFKR
FQHDLILKSRKTGKSKKKGEMEEVIPKKSFVQSLRYFDDVSGYAGVFVCGAYPHWLFMTTKGELRVHPMNIDGYVVCFTQ
FNNVNCPKGFLYFNTQNEMRICILPTHVTYDAPWPVRKLPLRCTPHYIGYHTDSKTYAVVTSRQEIFNKQSKITQLDERE
FEVVEKDERFVYPTDDVFTLQLFTPSTWEVIPNSHYEFEEWEQVTSLKCVKLKSEGTVSGLKGFIAVGTMYCYGEEISSK
GRVLIFEVIEVVPEPGQPLTKTKIKLLLEKEQKGPITAMADCNGYLVTAIGQKLYMWTLKDHDLAGVAFIDTYVYIHSLC
TIKNLIVAGDLIKSIAVYRYQEDYKVLSLASRDIKPCEVYGVNFLVDNNVLNFVVSDRNKNILVYSYQPEARESVGGQRL
IRKADFNMGSHINSFFRVRCKLSDPSIDKKTLALVENRHVTYFATLDGSLGFLLPVTEKVYRRLTMLQSIMLTLIPHLAG
LNPKGYRAIKTTFPELSNPCRNILDGELLWRFVHLSHNEKNEVSKRIGTSTDQLMDDLMEINRVTAHF*           
>Lgig_188836                                                                    
MFLYNLTLQRASGITFAVHGNFSGSKHQEICVSRGKIIELLRHDPNTGKIYPVLSVEVFGIIRALMPFKLTGGTKDYIVV
GSDSGRIVILEYIPSKNIFEKVHQETFGKSGCRRIVPGQFLAVDPKGRAVMVGAVEKQKLVYILNRDAQARLTISSPLEA
HKSNTLVYHIVGVDIGFENPTFACLEIDYEDADQDHTGEAAAKSQQLLTYYELDLGLNHVVRKYSEQLEEHANFLISVPG
GNEGPSGVLICSENYITYKNLGDQPDIRCPIPRRRYDLDDPERGMIFVCSATHKTKSMFFFLAQTEQGDIFKITLETDED
IVTEIRLKYFDTVPVAASMCVLKSGFLFVASEFGNHYLYQIAHLGDDDGEPTFSSAMPLEEGDTFLFSPRPLKNLVVVDE
MDSLSPIMNCQIADLANEDTPQLYTLCGRGPRSSLRVLRHGLEVSEMAVSELPGNPNAVWTVKRRIDEDYDAYIIVSFVN
ATLVLSIGETVEEVTDSGFLGTTPTISCSQLGDDALVQIYPEGIRHIRSDKRVNEWKTPGKKSIVRCAVNQRQVVIALTG
GELVYFEMDPTGQLNEYTERKEMSADVVCMGICRVPQGEQRSRFLAVGLADNTVRIVSLDPNDCLSPLSMQALPAQPESL
CIIEMGGTEAKEDTNEPGTSGGLYLNIGLQNGVLLRTVLDMVTGDLSDTRTRYLGSRPVKLFRISMQGSESVLAMSSQTW
LSYTYQSRFHLTPLSYESLEYASGFASEQCPEGIVAISTNTLRILALEKLGAVFNQVSWPLQYTPRKFVIHESNNLVIVE
TDHNTYTEETQTQRKQQMAEEMIEAAQEEEQELAAEMAAAFLNEERPESVFGSPKAGMGLWASVIRIINPLSGDTLDKIS
LEQNEAAHSIALVKFANRPDDTILLVGVARDLVLNPRSLSGGFIYAYLVKDNGNKLTFLHKTSVDEVPGAITSFQGRALI
GVGKYLRIYDLGKKKMLRKCENKNIPNFIVNIHTNGNRVLVADIQESFHFLRYKRQENQLIVFADDTNPRWLTCSCMIDY
NTMAGADKFGNVTIVRLPTSVSDDVDEDPTGNKALWDRGVLNGATQKADVVCNFYVGEVITSLQKATLIPGGSESLVYTT
LSGAIGMLVPFTSHEDHDFVQHLEMYMRTEHPPLCGRDHLAYRSYHYPLKSVIDGDLCEMFNSMEPSKQKTMAEELDRTP
AEVSKKLEDIRTRYAF*                                                               
>Lgig_209160                                                                    
MAYNYVVTAHKPTAVNACVTGNFTSPNDLNLIIAKNTRMEIYVVTPEGLRPIKEVGINGRIAVMQLFRPPGESKDQLFLL
TARYNAMILEWHQEGDVMEIITKAHGNVQDRIGRPSETGIIGIIDPLCRVIGLHLYDGLFKVIPLDRENKELKAFNVRLE
ELTVIDMNFLYGCQQPTVILVHQDQNGRHVKTYEISLRDKEFLKGPWKQDNVETEACMVISVPEPFGGALIVGQESITYH
KGDNYIPIAPPAIKQYALTCYGKVDSNGSRYLLGDMAGRLFMLLLDREEKMDGNSIVKDIKVELLGETTIAECITYLDNG
VVFIGSRLGDSQLVKLNVDQDDNGSYVQVMETFTNLGPIVDMCVVDLERQGQGQLVTCSGSHKEGSLRIIRNGIGIHEHA
NIDLAGTKGIWPLRLNGTKYDDMLVLSFVGQTRVLALNGEEVEETELPGFDADTQTFYCGNVIENQLIQITTAAVRLVNC
GSKSLVAEWRHKEGKNISLASCNACQVVIAVGRDVYYLEIQSGQITEISNATMEHEVACIDISTLKEGEKSELCAVGLWT
DISARVLRLPNLQTLLVEMLGGEIIPRSILLTTFEGVHYLLCALGDGSLFYFNLDPATGFLRDKKKVTLGTQPTVLRTFK
SLATTNIFACSDRPTVIYSSNHKLVFSNVNLREVNHMCPLNSEGYPDSLALANDSTLMIGTIDEIQKLHIRTIPLWESPR
RIAYQESSQTFGVISMRTDIMDNNEATPSRPSASTHAANVSSSANSKSLRSLASDVSYGDEIEVHSLLIIDQHTFEVLHS
HQLMNNECATSLISAKLGEDNNYYYIVGTALVHPEEAEPKQGRIIVFQYTDGKLSQVAEKEIKGAAYTLVEFNGKLLASV
NSTVRLFEWTPEKELRLECSHFNNIIALYLKTKGDFVLVGDLMRSILLLAYKPLEGNFEEIARDFNPNWMIAIEILDDDN
FLGAENSFNLFTCQKDGAATTDEERQQLQEVGLFHLGEFVNIFRHGSLVMQNVGENMTPIQGSVLYGTINGTIGLVAQLP
QEFFLFLQDVQQRLAKVIKSVGKIEHSFWRSFHTERKTEASTGFIDGDLIESFLDLSRDKMQEVVQGLQIDDGSGMKRES
TVEDLVKMIEELTRIH*                                                               
>Nvec_XP_001641280                                                              
MHLYALTLQRASAINNTIHGNFSGTKQQEIVVSRGKFVELLRTDPNTGKVFPVLAIEMFGIVRDLIAFRLTGGSKDFIVV
GSDSGRIVILEYIPSKNVFEKVHQETFGKSGCRRIVPGQYLAADPKGRAIMIGAIEKQKLVYIMNRDSAARLTISSPLEA
HKSHTLVYHMVGVDAGFENPMFACLEMDYEEADTDHTGEAAQTTQQTLTFYELDLGLNHVVRKYSEPLEEHGNLLIAVPG
GSDGPSGVLVCSENYLTYKNFGDQPDIRMPIPRRKYDLDDPERGMLFICSATHKTKSMFFFLVQTEQGDIFKITLETDED
MVTEIRMKYFDTVPPAVSMCVLKTGFLFTASEFGNHYLYQIAHLGDDDDELEFSSTMELEEGTTFFFQPRGLKNLVLVDE
LESLAPIMNCQIADLANEDTPQLFAACGRGSRSSLRVLRHGLEVSEMAVSELPGNPNAVWTVKHTTADEFDAYIVVSFIN
ATLVLSIGETVEEVTDSGFLGTTPTLSCSQLGEEALVQIYPDGIRHIRADKRVNEWKAPGKKTIVKSAVNERQVVIALTG
GEVVYFEMDSSGQLNEYTERKEMSADVQCMALGTILHGELRSRFLAIGLSDNTVRIISLDPQDCLTPLSMQALPAMPESL
CIVEMGGKEGAESEGGSMGGLFLNIGLSEICLTLEPGEVLAMSSRSWLSYTHQSRVHLTPLSYETLEYASGFSSEQCPEG
IVAIAGNTLRILALEKLGAVFNQVATPLKYTPRKFVIHSPTNTLVVIETDHNTYTDAAREERKQQMAEEMVEMASEEEKE
LAAQAAAEFLSEELSEQQFGSPKAGTGMWASVIRVLDPIKGETHDVVQLDQNEAAFSVCVCSFSARPDDTFVIVGTAKDM
ALSPRSCSTGYLYAYRLVQQPSGGIKLEFQHKTEVDDVPAALEPFQGRLLAGIGRLLRVYDIGKKKMLRKCENKKLPNFI
CNINSMGTRIVVSDIQESFHFVKYKPRDNQLVVFADDVNPRWLTCCCYLDYDTLAGADKFGNIFTVRLPSGSSDDVDEDP
TGTKAFWDRGLLNGAQQKLETMCNYFVGETVLSLQKATLIPGGSESLVFTTLSGGVGMLVPFTSREDIDFFQHLEMHLRS
EQPSLSVVDGDLCEHYNSLDYSKRRTIAEELDRTPAEVSKKLEDIRTRYAF                             
>Nvec_XP_001634805                                                              
MTHNYVVTAQKPTAVNAAVVGNFTGPDDLNLVIAKNTRLEIHLVTPEGLRPMLDVGLYGSVGVMELFRPPNEPQDLLFIL
TAKYRVCILGYRKETGDIVTRACGDVQDRIGRPSDTGQIGIIDPSCRVIGLRLYDGLFKVIPLELDSDKELKAFNIRLEE
LHVVDIQFLYGCANPTIVFIYQDPHGRHVKTYEINLRDHEFAKGPWKQDNVEVEACRVIAVPNPLGGALIIGQESITYHK



GSNYHAIAPPALKQSSLTCHGKIDTNGSRYLLGDMNGRLYMLLLERQELIDGTYEVKDLKLEMLGETSIAHCLVYLDNGV
VFIGSMLGDSQLAKLSTEPDADGSYVQVMETFTNLGPIVDMVVVDLERQGQGQLVTCSGAKKEGSLRIIRNGIGIHEHAT
IDLAGIMGIWALKLRKTQQEYDDTLVLSFVGQSRRVLCTIHSRVLSLSGEEVEETEIPGFSDDQQTYYSGNVTGAQLIQV
TAASVRLVNCETRQLVSEWKHPSAKNISVASCNTEQVVAAVGSELYYIEIMPGELRQISQVTLEYEVACLDITPTVEGKS
RADMVAVGLWTDISVRVLQLPKLNQLHVQMLGGEIIPRSILKTAFEGIHYLLCALGDGTLFYFTMDPSTGALAECKKVTL
GTQPTMLRTFKSLSTVNVFACSDRPTVIYSSNHKLVFSNVNLKEVNFMCPLNSQGYPDSLALANDGSLTIGTIDEIQKLH
IRTVPLGESPRRIAYQEATQTFGVISVRIEISEPGTSGTVPLHPSASTTAHNVSSSVGTGVSGSASSSAPDGITFGDEME
IGSLLIIDQHTFEVTHAHQLHDNEQATSLMSCTLSDDPHTYYCVGTAYVFPEEPEPKAGRLLLFHLSEGKLVQVAEKEVK
GAVYSLVEFNGKVLAGINSTVSIFEWTADKEFRYECSYYDNILALYLKTKGDFILVGDLMRSMTLLVYLPLEGSFQEIAH
DFSPKWMTAIEILDDDTFLGAENSYNLFTCTKDSGATTDEERYHLQDAGQYHLGEFVNVFRHGSLVMEHPGDASTPFQGC
VLFGTVNGRIGIVAQIAQDLFNFLIQVQKKLNKVIKSVGKIDHSLYPFPHCSNLSHSRKMEPAHGFIDGDLIESFLDLPR
ARMEEVVTGLQIDDGGMKKECTVDDLVKTVEELTRIH                                           
>Nvec_XP_001626630                                                              
MYAIYKETHPPTGVEFCVNCHFYSARESNLVVAGTTEVRVFRLCYQQEGSSSAESGGSSLKRKLELVGQHSLFGNIESLH
AIRLAGNTRDSLLMSFKDAKLSIVDYDPGKHDIKTRSLHFFEDEKIKSHCLAQDRAPVVRIDPERRCAVMLAYGTHLVVL
PFRQEGGIDDTAQDSIISSSDRPPVLPSYIIDVKEIDEKTCNILDIQFLHGYYEPTLLILYEPLKTWAGRLAMRNDTCAL
VAVSLNMSQKAHPVVWQLSCLPFDCIYVMPVPKPIGGVLVCCMNALLYLNQSVPPYGVSVNSIGENSTVFPLKPQKGVTI
TLEGSNAIFIANDKLVFSLKGGEIYVVTLIADGVRSVRNFVFDKTAASVLTSCVCECGDGYLFLGSRLGNSLLVKYTEKP
QDIVYGTENNAQSMQCDNIERWQILNGSLLLIVDDLDELEVYGAQQEAGVELTSYTFEVCDSLLNIGPCSCMDIGEPAFL
SVSSYFADAQELDLEVVSCSGYGKNGALTVLQRSIRPQVVTTFELPGCTDMWTVFSKDQKKGAQTNAIHRYPSQPCTQGN
EKYHSFLILSREDSSMILKTEQEIMEVDQSGFSTQCATIYAGNFGNGSYILQVTPLGVRLLEGVNQLQHIPMDSGLSNIV
WCSVCDPYAVLLMADGSVILIEFIKSASGPKLTVSRPSLSQSSKVCACCTYKDMSGLFTTENSNLEEVSKVPSPKPEMTA
PPRQEKESLTIDEEDELLYGGDTSLTLTFEPPEPSKAESAAPVEVFEEPLQPSYWCLVCRENGVMEIYSLPGFTRVFFVK
NFSKAPRVIVDSGDSGASTQSSVSEEESLNVREVLLTGLGYKNRRATLVAVMDQDLLIYEAFSYPTVEGHLNLRFKKLQH
NIQIREKKPKQEPKNDSETKSGLDPKVAMLRVFNDISSYSGIFVCGSYPFWIFVTNRGAFHWHPMSIDGPVTCFAAFHNV
NCPKGFLYFNTRGELRISVLPTHLSYDSPWPVRKVPLRYTPHMVSYNRESKTYAIVTSEQEPCKKIPRVTAEDKEFVDTI
RDARFIYPSTERFVLQLISPISWEVIPNTRHDLDEWEHVTTMKNLLLHSEETHTGRKGFICVGTTQLYGEEIAVRGRILI
FDIIEVVPEPGQPLTKNKFKLLYEKEQKGPVTALNQVNGYLVSGIGQKIYIWNFTDNDLVGMAFIDTQLYIHSLVTIRNF
VIAADVCKSITLLRLQEETKTLAFVSKDPKNLEVYAADFFIDGPQIGFLVSDVEKNLVLFTYQPEAIESQGGQRLLQRAD
INVGTHITSFFRIAAKAHLKASGEKSKEMRQLTCFGTLDGALGLMLPMTEKTFRRLHMLQTKLVDCIPHVAGLNPKAFRM
LQWRKRKLCNPHRNVLDWQLLFKYMHLSFMERQEVARKIGTTPAQIMDDMMDIERACAQF                    
>Adig_10653v107473                                                              
MAHNYVVTAHKPTAVNAAVVGNFTAADDLNLIIAKITRLEIHVVTPEGLRPHLDIGIYGRVSVMELFRPPDSHERHVKTY
EILMRDKEFNKGPWKQDNVEADASRVIAVPEPLGGALIIGQESITYHKGNNYHAIAPPLLKQSTISCYGKIDANGSRYLL
GDMYGRLFMLLLERQELMDDYIEVKDLKLELLGEASLQ*                                         
>Adig_16123v112519                                                              
MHLYALTLQKASSINHAILGNFSGSKQQEIVISRGKIIEILRPDPNTGKVFPLLAMEMFGVIRDLIAFKLTGGSKDYVVV
GSDSGRIVILEYIPSKNTFEKVHQETFGKSGCRRIVPGQYLAVDPKGRAIMIGAVEKQKLVYILNRDAAARLTISSPLEA
HKSHTLVYHVVGVDVGFENPMFACLEMDYEEGLMMVLPVGKKLKSYLYQIAHLGDDDDEPEFSSAMELEEGTTFFFAPRG
LKNLVLVDEIESLAPVMSCQIADLANEDTPQLYAACGRGPRSSMRVLRHGLEVSEMAVSELPGNPNAVWTVKTHSQDEFD
SYIVVSFINATLVLSIGETVEEVTDSGFLGTTPTLSCSQLGEDALLQVYTDGIRHIRADKRVNEWKTPGKKTIVKCAVNE
RQVVIALTGGEIVYFEMDPSGQLNEYTERKEMSSDVQCMALGTVPAGEQRSRFLAIGLSDNTVRVISLDPQDCLQPLSMQ
ALPATPESLCIVEMAMGGLESESGRLGGLFLNIGLSNGVLLRTVLDMVTGDLSDTRTRYLGSKAVKLFKIRMHGSDAVLA
MSSRSWLSYSYQSRFHLTPLSYETLEYASSFSSEQCPEGIVAISANTLRILALEKLGAVFNQVATPLRYTPRKFVIHPRS
NNLIIIESDHNAFTDTVREEKKQQIAEEMVEAAGDDEKELAAQMAAEFLNEDLAEQQFGAPKAGPGMWASLLRMLDPIKG
ETVDEVRLDQNESAVSVCVCNFNSRPDETYALVGTAKDLTLTPRSCAGGFIHTYKIAELIDGGYKLEFVHKTEVDDIPGA
LAPFQGRLLAGVGRLLRIYDLGKKKLLRKCENKKLPNFIMGLNSMGTRIVVSDIQESFHFVKYKARENHLVIFADDVNPR
*                                                                               
>Adig_16764v113091                                                              
MRHDTCALIAVSLNLSQRTHPVVWSLNNLPFDCSQVLAVPKPIGGVLICATNSLLYLNQSVPPYGVSLNSIADNSTDFPL
RPQEGVVITLDGAQAAFISSDKLVFSLKGGEIYVVTLVADGVRSVRNFNFDKAAASVLTSCVCECGDGYLFLGSRLGNSL
LVKYTEKAQDTAQGQELDLFSPGMDPPQAKRRRLDTDYTYALDDLDELEVYGKEEQPGVKLTSYTFEVCDSLLNIGPCTC
IDMGEPAFLSFVGGLELDLELVSCSGFGKNGALSVLQRSVRPQVVTTFELPGCVDMWTVLSGDMADSCYHSFLLLSREDS
SMVLKTEQEIMELDHSGFTSQYPTVFAGNLGNGRYILQVTPQGVRLLEGVTQLYHIPLDAGLSSIVWCSLCDPYAVMMTT
DGSLLLLEFIMEDSEPKVKISRPQLSQGGKVCACCAYQDVSGMFTTEKTKQANTEVHAQPTTPTTPKLMTADDEDELLYG
ESSVPFASPGDTQEQKKLHTNEAESEEKVVKLTWWCVVCHDNGVMEIYTLPDFSLVFLVKNFNMAPRVLVDSGSALAAST
MTGGIGQDDILPVKEVLLTGVGHKNKKPLLVAFVEQDLLIYEAFTFAESSLEGHLNLRFKKLQHNLLLRDKKSKQQKVKQ
VDVIQGSKPRVASLRVFSDISSYSGGELRISVLPTHLSYDAPWPVRKVPLSIEMEDWEHVTTCKNLLLSSQETHTGHKGF
ICVGTTHVYGEDITCRGRILIFDIIEVVPEPGQPLTKNKFKMLYGKEQKGPVSALTEVNGYLVSAIGQKIYIWSFKDNND
LVGMAFIDSQMYIHSLVSIKNLIIAADLFKSITLLRLQEETKTLAFVSKDPKTLEVYGADFVIDGPQLGFLVSDVDQNLF
LLTYQPEAMESFGGQRLLQRADINVGSNITSFFRIRARTTGKLGGKDLRHLTCFGTLDGGIGLLLPMTEKTYRRLHMLQT
KLVECIPHVAGLNPKAFRLVFGHTQSI*                                                    



>Adig_19033v115001                                                              
MHLYALTLQKASSINHAILGNFSGSKQQEIVISRGKIIEILRPDPNTGKVFPLLAMEMFGVIRDLIAFKLTGGSKDYVVV
GSDSGRIVILEYIPSKNTFEKVHQETFGKSGCRRIVPGQYLAVDPKGRAIMIGAVEKQKLVYILNRDAAARLTISSPLEA
HKSHTLVYHVVGVDVGFENPMFACLEMDYESMFFFLLQTEQGDIFKITLEVDEDMVTELRMKYFDTVPVATSLCVLKTGF
LFTASEFGNHYLYQIAHLGDDDDEPEFSSAMELEEGTTFFFAPRGLKNLVLVDEIESLAPVMSCQIADLANEDTPQLYAA
CGRGPRSSMRVLRHGLEVSEMAVSELPGNPNAVWTVKTHSQDEFDSYIVVSFINATLVLSIGETVEEVTDSGFLGTTPTL
SCSQLGEDALLQVYTDGIRHIRADKRVNEWKTPGKKTIVKCAVNERQVVIALTGGEIVYFEMDPSGQLNEYTERKEMSSD
VQCMALGTVPTGEQRSRFLAIGLSDNTVRVISLDPQDCLQPLSMQALPATPESLCIVEMAMGGLESESGRLGGLFLNIGL
SNGVLLRTVLDMVTGDLSDTRTRYLGSKAVKLFKIRMHGSDAVLAMSSRSWLSYSYQSRFHLTPLSYETLEYASSFSSEQ
CPEGIVAISANTLRILALEKLGAVFNQVATPLRYTPRKFVIHPRSNNLIIIESDHNAFTDTVREEKKQQIAEEMVEAAGD
DEKELAAQMAAEFLNEDLAEQQFGAPKAGPGMWASLLRMLDPIKGETVDEVRLDQNESAVSVCVCNFNSRPDETYALVGT
AKDLTLTPRSCAGGFIHTYKIAELIDGGYKLEFVHK                                            
>Hmag_XP_002159662                                                              
MHLYQLTLQRSSAIYNAVHGNFSGTKLQEIAVSRGKVLELLRPDPNTGKVHPLFATEVFGVIRDLMAFRLTGGTKDYLAV
GSDSGRIVILEYLPAKNCFEKVHQETFGKSGCRRIVPGQYLAADPKGRAIMIGAIEKQKFVYILNRDAQARLTISSPLEA
HKSHNVVFHIVGIDVGFENPMFACLELDYEEADVDHTGEAAQAAQQTLTFYELDLGLNHVVRKYSEPLEEFANMLISVPG
GNDGPSGVIVCSENYLTYKNFGDQRDIRCPIPRRKNDLDDNERSMIFVCTATYKTKSMFFFLVQSEQGDIFKVTLETEED
MVTEIRVKYFDTIPVASALCVLKTGFLFAASEFGNHALYQITHLGDDDEEPEFSSLMATELDEGETFFFHARDLQNLVLV
DEMESLAPIMHCQVADLANEDTPQLYAACGRGPRSSLRVLRHGLEVSEMAVSELPGNPNSVWTVKKNST           
>Hmag_XP_002155642                                                              
EQDAYIVVSFVNATLVLSIGETVEEVTDSGFLGTTPTLSCSLLGEDALLQIYPDGIRHIRSDRRVNEWKTPGKKNIIQCA
VNERQIVIALTGNELVYFELDQSGQLNEYTERKEMSADVVCMALGPVHAGEQRSRFLAVGLIDNTVRIISLDPNVFEEYL
GSKPVKLFNVKTYGCSSPLCSSARTLVLARTLYISILALEKLGAVFNQVTTPLDFTPRKFVVDHKSHTLIMIETDHNAMT
KTFKLDRKQRIAEEMVESCGDNDEARAAESQVAANFLNTDIPEIQFGAPKAGIGRWASIVRIMDPIRSETHHEIQLEQDE
AAFSVCLTEFANQPGDRFVIVGCATKMILNPHSSQSCSIHTYQLYQNDRGRMQLELLHKTPVDDIPGALCSFQGRLLVGV
GRILRIYDLGKKKLLRKCENKKVSTFITGIDTIGYRIMVHDIQDSFHFLKYKRKDNQLVLFADDVNKRFLTCGCLVDYDT
MAGADKFGNIFFVRLPADVKDDIEEDPTGVKALWDRGLLNGASQKADVVSVYHIGETALSLQKATLIPGGSESLVYTTVS
GGIGMLVPFTSREDIDFFQHLEMHMRQDSPPLCGRDHLWFRSSFSSVKNCVDGDLCEQFNSLEYAKRKAIAEELDRTPAE
VSKKLEDIRTRYAF                                                                  
>Hmag_XP_002167992                                                              
MHSIFKEIHPPTVVDHAVRCYFFDSREVNLVTAGGQRLNVYRLCDADMVVSDGDQSSKIVDSVGKRRLELLASFTLFGNI
INMQVVRLGSNVRDSLLLAFKHAKLSIVEFDPLSHDLKTDSMHYFENDEFKGGLSHNIYLPLVRVDPEQRCACMLIYNRH
LVVLPFKHDIKLDESEELSDGEHIKSVLPSYMIDLHSLEQPLLNITELQFLHGYHQPTLMFLFEPVQTSTGRVAVRQDTF
CVSAISLNMTEKVHPVIWSVTNLPFDCHMLRPIEKPIGGVLVFASNSLIYLNQSIPPYGVSLNSITEGSTMFPLKIQEDV
VITLAESSCDAIATDQFILSLKGGEIYVLSLLSDGLRTVRSFHFEKAAGSVLASCVCWIEHGFVFLGSRLGNSLLLRYTE
KDSASIDEDLLLYGEYEEPTLSVITTYTFNVCDSLLNIGPITKAALGEPAFLSRSIRPQVVTTFELPGCVNMWTVCGKSS
>Tadh_XP_002115946                                                              
MYACYKESYPPTAVNHCLACHFYSSDRLNLLTAGPTCIRVYDIIKDQEDIDLDNRSDNADNHLNKDNKLHPELEFLASYS
FYGKIYGIESVRFRHHHRDSLFICFADAKLSLVEYDADNSNLTTLSLHTFEDDELKNGFSRNLSIPIIRVDPDNRCAAMV
VSNVHLAILPFRHRGPAEQQVQIDPKNTSGKYPLMPSYVVDVRDLGNEKVSRLIDIRFLEGYYEPTILILCEILRTWSGR
VAVRQDTCSILAVSLNTIDKVHPVIWSLNNLPFDCLGAITVPRPIGGVLIFAANCLLHLNQSKPPYAESLNSITDESTTF
PMHDADLAPNTPETQDTDEPTSKKLRTDDEKEDEELEKLYSAHTSCTAKESYLRSYTFEVCDRILHVGPCASIAIGQIST
FVQEESDVEVVICSGHDKNGALSVLNKGIKPQVVASYDLPGCVDMWTVKDIRLNDENDGDFETENTHKFLIISRDNLTMI
LRTGKEITEVEQLGFLTQTKTVFAGNLDNGNCIIQVTPYEVILVSKGEKIQQLELENESPIVFCSLQDPYISLLLEGGSI
MMLAFELSDNGEKQVKLVNTTPLNHSRIAACCLFQDNNGRMSVSDGISIRTPSPTNEPAELMEDEKFTIDDDELLYLDVN
DTNLQTNDVPVASTSYTDNLERKVSYWLFLCLDNGKLEVYSIPSYDKVYTVNGFALAPLILAATSDDEDSYSNTDGVRST
GNMPHVNEILVVGMGYEQRKILIVVPHEIQLTETRAPAGGSMGLSTLVDGYVKCFAPFNIANCPNGFLYFNSEEDLRICV
LDQRFTYDCPWPVHKVPLRNTLHFITHHFVTKTYVIISSTMTVCEKMPHITTEDKEFIPVEKGDRFIHAPVEKFCLQLIT
SETWEIIPDAEIQMAEWEHVTCLKSVKLKSEETVSGLKEFIAVGTTNVCGEEVACRGRIVIFDVIEVVPEPGKPLTKNKI
KTYYDKEQKGPVTAITCVEGFLVTSIGQKIYIWEFRDNKDLIGMAFIDTLIYIHSLDRHQLEIFNTNFYVNKNQLGFVAP
ESHGGQFLVRRAEIQTGSNAHAFFRTKVRALNQRQNENKHITWFGTLDGSIGLLLPVDEKEYRRLFSLQAKLSIYLEQNA
GLNQKAFRTFRSHQKKLQNSMRNILDGDLLKRYFHLGFVERRDLAKQIMSTPEQIINDLTKLELSTI             
>Tadh_XP_002108283                                                              
MYLYSLTLQKSSCITCAVHGNFSGTKQQEIIAAKGKVLELLRPDANSGKVHSITTLEVFGEIRCLAPFRLTGGSKDYVVI
GSDSGRITILEYIPSKNTFEKIHQETFGKSGCRRIVPGQYLAVDPKGRAVMIGAMEKQKLVYILNRDTSARLTISSPLEA
HKSHTVVFSVVGIDVGFENPVFACLEVDYEEADNDPTGEAALTTRQMLTYYELDLGLNHVVRKFTETLQDFSNMLIPVPG
GNDGPSGILVCSENFITYKNFGDQPDIRMPIPRRRYDLSDPDRGILFVCYAGHKTKSLFFFFIQNEQGDIFKLTLTVEDD
MVSSIKLKYFDTIPVASSMIVLKTGFLFASSEFGNHHLYQIAHLGDNDEETEFSSTMLLDEGETFYYSLRPLKNLVEVDE
VDSLCPITGCQVADLANEDTPQLYVSCGRGPNSTLRILRHGLEVTEMAVSELPGNPNGVWTVKTSASAEYDAYIVVSFVN
ATLVLSIGESVEEVSDSGFLGTTPTLHCCQIGDDALLQVYANGIRHVRADKRVNEWKAPGKKIISKCAVNNRQVAIALTG
GELVYFEMDLSGQLNEYTERREFSSEVICMSIGSVPVGEKRCRFLAVGLADHTVRMISLDPSDCLQPMSMQALPTVPESL
CIVAMGSGDSSESEQGVLSTYYLNIGLQNGVLLRSVLDSVTGDMSDTRTRYLGSRPVRLFKVKIQNSEAVLAISSRSWLG



YMFQSVSRLTPLSYDALDYASGFSSDQCPEGVVSIAGDTLRILALEKLGAVFNQMTINLKLTPRRFAIDQQNSNLVVVGS
DHLCFTDSTKSERKQQMAKEIIESAGDEEAELAKEVAESFMNEVLPATEFGEPKAGNGQWASCIQLLAPDQSLELDQDEA
ALSVAICRFAYKPDETFVVVGVAKELNLNPSSSSGGLMNTYRMANGQLELVHKTVVEEVPRAMAAFQGRLLVGTGRILRV
YDLGRKKLLRKCENKNFPYRIVTISSMGSRVIVGDVQESVHFVKYRAKENRLVVFADDVSPRYVTATCFLDYDTIAVGDK
FGSIAILRLSDDINDEIEEDPTGAKAFWDRGLLNGASQKANLEASFYIGETVMSLQKTTIIPGGSESLIYTTLSGSIGVL
LPFTSREEVDFFQHLEMHLRSENAPICGRDHLAYRSYYFPAKNVIDGDMCEQFNALDGSKRRTLAMELDRTPPEISKKLE
DMRTRYAF                                                                        
>Tadh_XP_002107945                                                              
MACNYVVTAHKPTAANASLFGNFTGPHDLNLIVAKNNRLDIQLVTAEGLVPLLDVGVYGRIASMQLIRPENENCDLLFIL
TCRYRVCILQYKPETKSIITRAYGDMKNRVSRPSETGLIGIVDPDCKVICLKLYDGWLKLIPLELDTDKEMSAEDVRLEE
LQVLDVKFLYGFTEPTIALIYESGQNRYLKTYEISLQNADIHRQPWNIGKVEEEAFMILPVPPPSCGMVVIGAGSISYYK
GQDSLHITPASLKDRITCFGRVDSNGCRYLLGDYSGRLFMLILVQEHSQSGIKVKDLCLEYLGETSIPSCITYLDNAFAY
IGSSCGDSQLIKVLNTSPDSETDSYIDVIDNFTNLGPIIDMVSVDLDKQGQSQLVTCSGFGKNASLRVLRNGIGIHELAN
IDLDHICGIWRLRTVSRSISEYDDVLVLSFAGHSRFLKFDGREVEETDISGFDDYKETDFAANVAFDQIVQISNESVRLA
GCDGRGLLQEWKPPNGKTISKSTAGNTQIMVASGCELFYLEIGEGELKQVSNISLEHDIACIDISLKDDNERAQICAVGL
WVDMSARLLLLPNLQLMLTESLGGDIIPRSIMLNRFDNEIYLLVAMGDGTLAYYLVNTTTCSLTNRKSVNLGVVHSNLYT
FKSGSISNVFACSDRPTVIYINNHKLVFSNVNLKKVNFMSPFHSESFPNSLALVNDSGFIIGTIDEIQKLHIRTKPLGET
TRQEESQSFGIITCRTEVPSEDDKNFVPTHQSASLLVSNRTMCPEQSDNSSSTFDSDTLSEKNIDSVLIIDQHSLDAQCA
LQLQDCEWGMSLISCTFENDPEAYYCVGTAFVNLEDKEPTKGNIRILKYFEGKIQQVHSKEVSGAVYCMVAFNGRLLASV
NSTVSVYEWTSNKELVEETSFHNNVLALYLKTKGDFILIGDLMRSISLCAYRPMNNEIELICKNNDPNWMTAVEIIDDDS
YLGGENSHNLFTCQKNSSSSEEEQKHLPTVGVYHVGEFVNVFRQGSLVMQNTVDIPDSVQGSILFGTVSGAVGVVVTLAP
AMFEFVSAIANKLSTVVKGVGKIEHQFWRSFSNDRKTEPCQSFVDGDLVESFLDLSPEDMQRVANGLTIQTADGTRPAMV
EDVLKTVEELSRIH                                                                  
>Mlei_ML045228a                                                                 
MVFGVYRLNHPPSSVDHCCNCYFITPNEPNLVVAGGSLLRIFRYVPMQEDGQIRHRLEQVLSCNLYGIISSIVPAKYPGN
RRHSLLVAVGEAQLAVVDYDPSSHYFKTRMLYNYEQDDQRQMFLQQTFLPQVRVDAENRSAAMLIYGSRLVVVPLIKPAK
NSTDSTHHSYVVDLKKLDEKVNNVKDFQFLHGYCEPTIMLLYEPLRTWPGRVAVRRDTCSIVAIAINIRDKVHPIIWSQN
NLPFDSLYALPVPKPTGGVLIFAANSLLYLNQSVPPFGVMLNSLAPQTTDFPLQKQGDYMLTLDDSQAVMMENERVLISL
KSGDIYLITLLSDGMRSIKKFSWLKAATSVLTSCLCMATGNYIFLGSRFGNSILLYYQEKSSVTANFLEEQTNKRARLDD
DDLDLEIFGNKREKQDIRLSTYSFEVVDSLMNFSPITQMTVGESPYISEEYKSNSHHDLEIVSCSG              
>Mlei_ML205620a                                                                 
TLSRSPNYKLSPMTMFPKKPTQEDYTIKNILQRFLLHETRHSIDVRVMSDIEGDEKMASEKDVKDSKATPYMYVVTAQKP
TATTVAITSNFTGPEDLNLILAKNSKIEIHTISPEGLRHYMDLNINGCVTCMQSFRPKGEDQDVVFVLTRRYHVFIIQYK
PATKELITQTYGDIEDSTGKPTDIGAIGIVDPECKLIGLRLYEGLLKIVPLDAVKQKEGKELKSFNIRIEELNIIDIKFL
EGCKAPTIVYIYQTQKGTRHVKTFEISLSNKEFTKGPWKLTNVEANANLIIPVKGPLYGAIIIGLATVSYCKADTFISHA
PGVLRDSIITSYCTIDSKRYLCSDDKGLLFILTLVTDHTDVVTDIQMILLGETTIASCLAYLDNSVVYVGSAQGDSQLIH
INPGRTSNDELHLTVLETYANLGSITDMCIVDSDKQPQLVTCSGSSKEGSLRVVRCGIGIQELASIDIPGIKGIWPIRIR
SDDALDNALIITFMGYTRILYFDGEEVEEIETKDLISDKQTLYSGMTSGDNIIQICSNCIRLLDSHTLQTVSEWKPAAGE
RIDHVGCNRTQCVVSDGNIITYLSIESGNIKQISRVELDHDVACVDITPLGLERSKYCAVGCWVDGSIRVYSLPDFQQLQ
THELGGEIVVKSILMCPFEDSSYLMATLGDGSLFYCDIDPETGKLSKKKKIALGIHSTTLQLFHAFDANHVFASSDRPTV
IYSNSNKLVFSTVNMQDVNHMCPLNTGAYPDALALASSSGLIVGSVAAIQKLHIQTIPLGESPKRIAYQEATSTYGIITM
RNSNITASSVSTLCQNITDSSDVINGMDPDSRLKKDAANNSEVHNLLIMDKKTYEVLHVHRFAPTEWGLSVFSYHCNDKD
YFVVGTAFVNEEDSESKDGRLIVFRWDGTTLNQVASHDVKGAVSCVTEVCGKILAGINNKVTVFEFKEEDGLKVECKYHN
TLMAVYLRSRGQFILVGDLLRSMALLVYKQLEGRLEDIAKDYKANWMTQVEILDDDTFLGAEHFNNLFVCTKEGGMEEED
RRLLKLAGQFHLGENANVFREGSLVLKNPSGAPPLVHKTILYGSSTGAIGLIGCIEKPLFDLLLTLQEALARTVTSIGCI
PHNVWRGFHNDRQKEPAKGFIDGDLIERFLDLPRSEMTKICVDLFYDFDGTGMKREGTVDDLVKLIEDLARIH       
>Mlei_ML21622a                                                                  
MFLYHLTLQRASSIYTCIHGNFAGTKQQEVVVSRGKILEILRIDQNTGKVIQLCSTEVFGTVRSLIPFRLTGGSKDYIVV
GSDSGKITILEYNPQKNVFDRVHMETFGKSGCRRIVPGQYLAVDPKGRAVMIAAIEKQKLVYIMNRDDQARLTISSPLEA
HKANTIVFDCCGVDVGFENPTFACLELDYEEADGDPTGEAAQMAQQTLTYYELDLGLNHVVRKYSEPLEDHANMLISVPG
GNEGPSGVLICSENYITYKNFGDQPDIRCPIPRRRNDLDDHERGMLFVCTATHKTKSMFFFLAQTEQGDIFKITLEVDED
SVTEIKLKYFDTAPVCSSFVVLKTGFLFLASEFGNHYLYQIAHLGEDDDEPEFSSAMPLDEGETFFFQPRPLKNLVLVDE
MESLAPILHCNITDLANEDTPQLYTVCGRGPRSTLRVLRHGLEVSEMAVSDLPGSPNAVWTVRKSIHEEYDSYIIVSFVN
ATLVLSIGETVEEVTDSGFLGTTPTLSCSSIGNDALLQIYPDGIRHIRSDRRINEWKTPGKKYIVKCAVNQRQVVIALTG
GELVYFEMDQTGQLNEYTERKDMNSEVICMALPRVPPGEQRARFLAVGLADETVKIISLDTSDCLTQKSTQALPARPESL
CIVEMGQQEEGGNSSSTMFLNIGLSIGVLTRTVMDTVTGELSDTRTRYLGTRAVKLFRIPVHGVDAVLAISSRTWLSYFY
QSRFHLSPLSYDTLEYACGFSSEQCTQGVVAISSNTLRILALEKLGAVFNQVTMPLKYTPRKFVIDEESSNMILIETDHN
TFTENSKNQRKQQIAEEMVETADEESKMEAAKLAEQFLSEDLSEETFSSPKAGNGMWASQIRILSPIKQETLEIIKFEQN
EAAFSICICQFNNSPVPGLTYVVVGTSRDLSLAPRQCSGGFLYTYRLVDDGSHMELVHKTPVDDVPTALCPFQGRLLVGV
GKLLRIYDLGKKKLLRKCENKHIPNLIVGIKCQGNRILASDNQESVHFVKYKPGENSLVAFADDTFPRWVTQATMLDYYT
AAVGDKFGNMAVLRLPQDSKDNVEDDPTGNKAIWDRGLLNGASQKLDMINMFHIGESVTYLELATLIPGGSEALVYTTLS
GTIGMFVPFTSREDIDFFQHLEMHMRNEAPPLCGRDHLSYRSSYIPVKATIDGDLCEQYNSLDPSKRKTIADELDRSTSE



VSKKLEDMRTTYAF                                                                  
>Ocar_g2416_t1                                                                  
FLKLVTCSGAYSEGSLRVIRNGIGIHEHATLDLEGIKVGDPGSSVFDNTLVLTFVCQTTILSLTGEELEGMEIAGFADEQ
QTLFAGNVLGKQLIQEIDAETLQLISEWKTPGGKNISVAACNPSQIVLASGRHLFYLQICPGELKQISGIELDYEVACID
ITPPGADLVQSDLVAIGLWTDISVQVHKLPSLDLVVSENLEIIPRSVLLAVFESALYLLCALGDGLAIANNAMLSFGTVD
EIQKLHITTIHLNESPKRIAFQESSQTFAVCSTRYEYKDPLGSPSRQQRPSASLTAPNITSEAGAQTSSTLDEGAAEAET
VPLIRGEAVDVDSLLIVDQHTFEVTHAHHLRDQEWSTSLMSCQLTDGHVYYCIGTAIVRPEEEEPKEGRIVLFQLNDGKL
GIAAFKEVKGGVLALTCCNGRIVAGVNNAVNIYSLSDEGELKLECSHSSNILVLYLKTKGDFILLGDLMRSICVLLYKPD
ANSLEEACTCRWMSAVEIIDDDTFLGGENSYNLFVSQKDSVGTSDEDRKHLQDAGLMHIGNFVNAFRHGSLVMESLGELA
APVQNTILLGTVSGAVGLVATLPPPLFAFLADLQKRLAKMDDGSGMKRDATVEDVVKLVEDLTRIH              
>Ocar_g4808_t1                                                                  
MPRLKGVPEKRKKKLDVVFRQDLNGILHSVQSARLEHKTRDSLLLSFENAKFSMIEYDPATHCLKTVKLVDFKEEVDKYR
RFQIVSFSQTKSLIRIDPQHRCVQKVHPVIWSLNNLPFDSFKALAVPKPIGGVVIMAVNSLLYLNQSIPPCGASLNSITE
SSTMFQLKPQPGVCVSLDCASAAFISNDRMVLSLKGGEIYVVTLVADSMRTVRSFNFDKAAASVITSCICLADENYLFLG
SHLGNSVLLRYTEKREDDLPPPVDTPEEQEEESSPKRKRAESTAEQPAKSVLDELDELEVYGTDTHSGTELTSYSFEVAD
SLPNTAPFSKVVIGEPAFLSEEVRVYLDLEVIGCSGYGKNGALTVLQRSIRPQVVTAFELPGCVNMWTVKSPESEGSEGD
CTLSQHSFLILSRGDSSM                                                              
>Ocar_g6705_t1                                                                  
MAHNYYVTAHKPTGASLSVAGNFTSGKDLNLIVAKTNRLDIQLITEEGLRPVLEVGIYGRIAVLKIFRPKNAVQDLLLIV
TERYRVMVLGFDSERQEMTTVAYGDVQDRLGRPSDSGILGVIDPECKFIGLRLYDGQLKIIPLELDSTKDMRSYSIKQVH
PHLPSPAGGVLIVGQETIMYCNKDYQCSVAPPELVFSAVTCYGRVDLDGSRFLIGDMQGHLMMLLLEKEEKMDGTVAVTG
LKLTILGEAVIAKNLTYLDNGFVFVGSIFGDSQLVKLNADKDEQGSFIHVMENFINIGPIVDMEVVDLERQGQGQVCL  
>Ocar_g8830_t1                                                                  
MFLYNITLQKASAIVQAIHGSFSGPKQQEIIVARGKILELLRPDPTTGKVQPVLSVEVFGVIRSLVAFRLTGGTRDYIII
GSDSGRIVILEYNPVKNVFERVHQETFGRSGCRRIVPGQFLALDPKGRAVMIGAIEKQKFVYILNRDAAARLTISSPLEA
HKAHTLVYAMVGVDVGFENPVFACLEMDYEEADSDPTGEAAQTSQQTLTFYELDLGLNHVVRKYSEPLEDPANMIVQVPG
GSDGPSGVLVCSDNYITYKNFGDQEDIRCPIPRRRNDLDDLERGMLFISSASHKTKSMFFILVQTEQGDIFKITLEKGKD
DDYVTEIKLKYFDTTPTATSMCVLRTGFLFIASEFGNHCFYQIANLGDNDDEPEFSSKMPLEEDEYDAYIVVSFMNATLV
LSIGETVEEVTDTGFLGTAPTLACTQLGEDALLQVYPSGIRHIRSDRRVNEWKAPGRRSIVKCAVNERQVVVALAGGELV
YFEMDISGQLNEYTERKDMSADVMCMAIGRVPPGEQRCRFLAVGLADNTVRIISLDPVDCLSPLSMQALPAPSESLCIIE
MGGESADGDTGNIGIGGLFLNIGLQVIWVSKNPNKLGRYFTSEQCPEGIVAIASNTLRILALEKLGVVFNQVAMPLQYTP
RKFVIHPVNKSLIILETDHNALTEATKAQRKQQIAERMVSGASDDVREAAAQAAEQFLAEDLPEAVFSSPKPGAAMWASC
LRVVDPVQGTTVDHVPLEQNEAAFSVACCQFSARGDGRWYIVVGTSKDFRLQPRKSNGGFLHTYMLNEDTKKMELLHKTP
TDDIPGAIHPFQGRLLVGVGHFLRVYEIGRKKLLRKCENKHIPYFVTSISSMGYRILATDVQESIHFLKYRPVENQLVVF
ADDTSPRWVTAACLVDYSSVFVADKFGNAAILRLSDDVNDDVDEDPTGTKALWDRGLLGGASQKTMELCNYHVGEAILSL
QKTALIPGGSEAVVYTTISGGVGIFVPFSSREDMDFFQHLEMHLRQENPPLCGRDHLHYRSYYYPVKNVVDGDLCEQYNL
LDLSKRRTIADELDRTPSEVSKKLEDMRTHYAF                                               
>Aque_XP_003389315                                                              
MSYNYIVTAHKATAVPLSVTGNFTGPDDLNLIQAKGSNLAVSLVTSEGLKPVLDVDVFGRILAIQLFRPQGERMDLLFIL
TARYHVAIVGYDPIANDVLTRAYGDIKERVGKPTLGKNVAMVDPSCQLIALHLYTGQLKIVPLQFDSGSPLKAFNIRLED
LYITDIQFLHGTENPTIAYISEEPSVATGRVLKTFVISQRDKELLPGPWKPNTIEGQASLLCSVPSPYNGLIVVGADSVA
YFNDTSHTVDPIVIKESVISCIEPLDHSRYLLGDFRGRLLTLFLEFSEEMESGMTNIVNMKLEVLGEISIPHTLSYLDNG
VVFVGSTKGDSQLVKLSSSPLENGGYIDVLESMTNIGPILDMSVVDLDKQGRDVLVCCSGLGKDGALRIVKSGIGINEAA
SIDLPGIKGIWSLKCAGREDELDDTVVLTFVGQTMALRLAGEEVEETELPALVTDQQTFYCSNVTGNAIIQITTKSVRLM
DDKAMELICDWSPPDGRGISTAACNSSQVMVAVGCDLYYLEVKPGSPGELLLISHTTMSHEVACLDINPLSEAGTSSLCA
VGLWTDISVQILNVPQFEHLFTQPLGGDIIPRSVLMVELGGACYLLCALGDGCLHYYTMDSETGQLRGGKRVVLGTKPIV
LKQFKSDGVTSVFACSDHPTIIHFSNQKLLFSNVNVKEVNYICTLNSEAFQNSLALVDSSTLIFGCVDQIQMLHIETIPL
GESPRCIAYQESSQTFLVGGYRTDKSGPDNTYTPSRQSVSTRTSNVSVAVVPPQLNIEEFKCPQVEMHSLILFDQTTFDV
SHVYQLCPQEHILCVTSCNLTTNDEERSVYVVGTALVKPEEKESSTGRILVFAVNSGKLELLHEKLENGAVFQVLGFNGK
ILNSVNSGVFVNALVDGALKEECAYKNNILALYLKTKGDFILVGDILRSLKLLVYKEELGLEEIGVDHNISPCFCTAIEM
IDDENYLGADGRHIFICQKNTEATSEADLLYMVQPSRMYFGDNVNVFSRGSFVMDHPGAGASSLLQGKPILFGTVHGAIG
LIGTLNMDTYTLLSKLQQKMAANIKSVGNIEHEIYRSFSNEHRSKPFAGFIDGDLVEKFLELPRPQMSQIVQGIKTTDVT
GTEVDVSVDDILKLIEDLSRLH                                                          
>Aque_XP_003384427                                                              
MYAVYREVHPPTGVEHCTSCHFVHSEKEQVAVASTSLLRIFDVAQLQRNDGKAKLVQCLEFSFHGNIQSLDKVRLRHSDR
DCLLLSFNDAKLSIVEYNPETNGLKTVSMHQFEDEEIRGGILHNDSRPVVKVDPEGRCAVMLLFGSHLAVCPFQQDLSID
TPLSPSPSLDTHDILPTYTISLRDLPEPLPVIKDMTFIEGYTSPTLLFLSEVSPTWAGRISLRQDSMMLLGLSLNTSDKS
HTVIWTLKNLPFDSSYLHPVPKPLGGVLVFGANTLIYLNQSSPPYGLSLNSITDYTTRFLLKNEGSLGIRLDCSQSVFIS
NEQLLVSLQSGDIYIVTLFPDSGMRGVKRITFDKAASSILSSCICSIKPHFLFLGSRLANSLLLRYSTTVKQNIVEPIGG
AILDLDDIEVYGESAVSQSTSSSSLLTNYSLEVCDSLLCIGPVVKATIGEPAFLSEEFVDKSDLDLELVLCSGHGKNGAL
SVLQRTIRPQVVTTFELPGCIDMWTVKSEGEEEEKGEETKEEGQNEGGEKDQSREKEEKGSGQHDYLILSRSDSTMVLQT
GQEITELDQSGFATQSATVFAGNVGSFIVQATRTDIRLLKGIKQLCYVALDMGGGVKCVDVCSPYVIVLLMEGEIGLLKL



VDESLVLSWPSLGNNTPVNHISAYTDTSGLFDVTSSLQFEGDGSEKEEEVPIAPPPVKRPHLSSSLLYDEDELLYGPVKT
EVKEENASPMEASLAAEPEAPPPITPTHWCLLCKEDGALEIYSVPEFQFVFAVRNFSVAPWTLCDSGRVPFPSGTGESMG
GGGGGVSGGPCNVEQVLCVGMGLNGKKPHIMAFINKELVIYEAFQYTSAIHPGHLKLRFSKVQHNVILQDKRVGKLAKHF
QQQEFSFPPHLRKFSNIAGYSGVFVCGPYPHWIFMAARGHLSIHPMYIDGPVQSFAPFDNVNCPSGFLYFNKESELRISV
LPTQLSYDSYWPVRKVPLKATPHFVGYHMESKVHVIIASTPQPVTVIPDPNGETEDALETVERDGRFVYSQEETYYLQLL
SPTSWETIPHSKYEMEAHYHVTDMKVMRLRSQETLSGRKEYIVVGTMATFGEELSAKGKVLIFDVSVVIPEPGKPFSQYR
LKNLYDQEQKWPVTGLECVNGLILTAMGQKIFMWQFKDNKDLLAVAFIDAETYIHTAQSIKGFILTGDVTRSIQLLHYNE
DRRSLSLISQDPNPMEVFSTTFMIDGKALGFLVSDSDRNITLFQYQPENPASSGGANLVRCGDIHVGSLVNVFLNIRCKT
SAGLGASREMKIALADKRQCTFFGTLDGGIGCLLPIPEKVYRRLSMLQVKMTQGMRHMAGLNPKAFRTFQTRHQYLHNAQ
RNILDGTLLYQYLSLTAKEKFDFSKQIGTTVAQIMEDLKEIDKVMSHF                                
>Aque_XP_003382508                                                              
MHLYALTLQKPSCITAAVHGNFSGRKAQEVVVARGKVLELLRPDPNTGKVVELVSTEVFGLIRSLITFRLTGSTKDYIVL
GSDSGRIVILEYDPVKNVFEKVHQETYGKSGCRRIVPGQYLAVDPKGRALMIGAVEKQKLVYILNRDSAARLTISSPLEA
HKSHTLVYHVVGVDVGFENPLFACLELDYEESDNDHTGEAAQVAQQNLTYYELDLGLNHVVRKYSEPLDDMANMLITVPG
GTDGPSGVLVCCENYIIYKNFGDQPDIRCPIPRRQNDLDDADRSMLIITSAMHKTKHLFFFLLQSEQGDIFKVMLDVEDD
IVVRIKIKYFDTVPVCSSLCVLKSGLLFCSSEFGNHYLYQIAHLGDDSEREFHSDYPLEEGETFFFGPRPLKNLILVDEM
ESLSPIMSCQIADLANEDTPQLYAACGRGPRSSLRVLRHGLEVTEMAVSELPGNPHAVWTVKKDSKEDFDSYIVVSFMNA
TLILSIGETVEEVTDSGFLGTTPTLACSQLGDDALIQIYPEGIRHIRSDKRVNEWRSPGKRLIRQCAVNEHQVVIALSGG
EIVYFEMDQSGQLNEYTERKEMTAEVICISLGSVPPGQQRCRFLAVGLSDQTVRIISLDPHDTLQPLSMQALPALPESLC
IVNMSGNVSDDTTVSTGGLFLNIGLQNGGVIAVSSRTWLNYTYQSRFHLTPLSYDLLEYASSFTSEQCPEGMVAISSNTL
RILALEKLGVVFNQVSTPLQYTPRKLLIHPPMSNLVLIETDHNAFTEATKLHRKKQMAEEMVSSAADDEKAEAAKAAEAF
LAEDLPEHMFGSPKAGRGMWASCLRVMHPNQGKTLDIVQFEQNEAAFSLAVCQFVSKGDLEWFVVVGTAKDMIITPRAIS
SGSLIVFRLSPDGSKLEHVHTTQLDDVPIAMAPFQGRLLVGVGKLLRIYDIGKKKMLRKCENKHLPYLVVDIKVMGRRVY
VGDVQEAVHFLYYRPHENQLVIFADEVVPRFCTTSCILDYNTVASADKFGNITILRLPSDVTDQVDEDPSGSRSLWDRGF
LNGATQKANVMTSYHVGEGINTLHKVSLIPGGSEVLVYTTLSGSIGILVPFSSKEDSDFFQHLEMHMRSEWSNLSVIDGD
LCEVYNSLDPSKRREIALDLDRSPSEVAKKLEDLRTRYAF                                        
>Aque_XP_003382507                                                              
MHLYALTLQKPSCITAAVHGNFSGRKAQEVVVARGKVLELLRPDPNTGKVVELVSTEVFGLIRSLITFRLTGSTKDYIVL
GSDSGRIVILEYDPVKNVFEKVHQETYGKSGCRRIVPGQYLAVDPKGRALMIGAVEKQKLVYILNRDSAARLTISSPLEA
HKSHTLVYHVVGVDVGFENPLFACLELDYEESDNDHTGEAAQVAQQNLTYYELDLGLNHVVRKYSEPLDDMANMLITVPG
GTDGPSGVLVCCENYIIYKNFGDQPDIRCPIPRRQNDLDDADRSMLIITSAMHKTKHLFFFLLQSEQGDIFKVMLDVEDD
IVVRIKIKYFDTVPVCSSLCVLKSGLLFCSSEFGNHYLYQIAHLGDDSEREFHSDYPLEEGETFFFGPRPLKNLILVDEM
ESLSPIMSCQIADLANEDTPQLYAACGRGPRSSLRVLRHGLEVTEMAVSELPGNPHAVWTVKKDSKEDFDSYIVVSFMNA
TLILSIGETVEEVTDSGFLGTTPTLACSQLGDDALIQIYPEGIRHIRSDKRVNEWRSPGKRLIRQCAVNEHQVVIALSGG
EIVYFEMDQSGQLNEYTERKEMTAEVICISLGSVPPGQQRCRFLAVGLSDQTVRIISLDPHDTLQPLSMQALPALPESLC
IVNMSGNVSDDTTVSTGGLFLNIGLQNGVLLRTALDNVTGDLSDTRTRYLGTRPVKLFRVRIQGTEGVIAVSSRTWLNYT
YQSRFHLTPLSYDLLEYASSFTSEQCPEGMVAISSNTLRILALEKLGVVFNQVSTPLQYTPRKLLIHPPMSNLVLIETDH
NAFTEATKLHRKKQMAEEMVSSAADDEKAEAAKAAEAFLAEDLPEHMFGSPKAGRGMWASCLRVMHPNQGKTLDIVQFEQ
NEAAFSLAVCQFVSKGDLEWFVVVGTAKDMIITPRAISSGSLIVFRLSPDGSKLEHVHTTQLDDVPIAMAPFQGRLLVGV
GKLLRIYDIGKKKMLRKCENKHLPYLVVDIKVMGRRVYVGDVQEAVHFLYYRPHENQLVIFADEVVPRFCTTSCILDYNT
VASADKFGNITILRLPSDVTDQVDEDPSGSRSLWDRGFLNGATQKANVMTSYHVGEGINTLHKVSLIPGGSEVLVYTTLS
GSIGILVPFSSKEDSDFFQHLEMHMRSEWSNLVGRDHLSFRSYYVPVKSVIDGDLCEVYNSLDPSKRREIALDLDRSPSE
VAKKLEDLRTRYAF                                                                  
>Mbre_XP_001745499                                                              
MRALTSSLSALAVGHCGLIAATEIFGLIRDLRAFRLTGGTKDYLIVSTDSGRITILQYDVTANKLERVHMETFGKSGCRR
IVPGQYLATDPKGRAVMVGAVEKQKLVYILNRDAAARLTISSPLEAHKGHSLVYDMVGVDVGFENPLFACLELDYEDVDE
DPSGEALELLAQTLVFYELDLGLNHVVRKESIELDSFANKLIPVPGGADGPSGVLVCGDGQITWRTVGEHTPISVSIPRR
LDPFRQPRSTIINAFCMHKTKKTFFFLLQTEEGDLFKLTMVHDEDEVQGMILKYFDTVPVAKSMVLLKIGLLFIASEHGD
HQLYQIAQLGDNKDEPSFLSTEPEDKVLYFRPRPLLNLAPLDVIESLAPVMDCQLADAGQQDGPQLYALCGRGSGSSLRV
LRHGLEVSAMAESPLPGNPSAVWSVKRHVEDEADTYIVMSFVDATLVLGIGETVEEVTDSGFLGSVATLSASRIGDDALL
QIHAMGIRHILHDGRINEWKAPDRTKISHCAVNERQAVVALSNGELVYFELDRSGQLIEHSERVEMSSQVTALALAPIPE
GAQTARFLALGLDDQTVRLMSLDKSDCLAPLSMQALPGAAASLCMVEVRGTHGEPSGLSLAIGLGNGVLMRSRVDTLTAD
LSDTRTRYLGARAVKLFPVKVAEEPAVLALSTKPWLSYRYQGHSRITPLSYDALEYASAFSSDQCPEGVAAVAGNTLRIF
AFEKLGQVFHQNSIPLEYTGRRLLLDPEASLAFIAEGDQGCLSVTAKAERLSRIASHQAGTAMAEQTDPQEDLTSPAALA
EPLDVKQFGQSYAGDNLWASNIRVVNLAQGETTCLVPLAQDEMVMSLARVRFASSPNDKHIVAGVVKGWKPKQQSMDGAF
LLTFQVQGDQVVLLHRTAVDGGLPCALAEFAGKVLAGVGNTLRIFDLGKKKLLLKTENRQLPSQVVHITTMGTRICAADQ
KHSFVWLKYKPAENALTIFADDTNPRWCTRGVLLDYQTVAGADKFGNFVVARLGTDLTDQIDDDPTGSKAFWSRGILNGA
SQKMDILCNYHVGETILSLQKVTLVPGGAECILYTTMSGGIGLFLPFSNRDDFEFFTSLELHLRQEHAPLCGRDHLHYRS
AYFPVKSVIDGDLCEQYPLLSASVKNEVAEGLERPTTDVIKKIEDIRNRFAF                            
>Mbre_XP_001742963                                                              
MDARHKSVDTRLHHLSVTGHLTFVEPDSTRKRQRPWAMDADVPEQLYYVVSSFKPSAVTTAVRANFTAPDELNLLILKHS
HLEVYKVVEEGLEPVMDKDLYGSVLAMNVIRLPGWERDAVFLLTSTFRFFILASDEDNGVVTVIKGNALSSCQRPADCGV



HVAVHPKGNCIFVSVYPGNALIIPFDASGEPMEAYSVFVPVSSLLDATFVNGAHDFTLALLSDDDTNFTSLKMFHLDVEE
RTLVEEQLADSTINTYSSRLLPLWNLDSGVLVLGEELCHVVTPSGIISSNLSESLPVAAGIIDTDGSRILIGDELGDLHL
LVLEGIAERRVTSIVRQHLGRISTPSAIVYLDNGVVYIGSDQADCQLIQLLSHVQAEADNKVKVLQEYPNIGPIVDFEMV
DLDGHGQQQVVSCCGSNQDGCLRILRKGVGIDVLASLDLEGLQDLWCLRSASNLGEDQHDVLALKFLEQTAFLSLAGDEV
CLLYSTPTSHSYTELDGVDVAGANTELPALHCGNVRDGMWLVVTSQDARLLDAVDRTEVTRWSPPNGKGIDVCASTGDLL
AVASGSDLYALSLSRTEGLHDMKNATLDHEIACLSIRASGPDQGAGTILAGLWTDFSLRAFSTRTLEEQAKVEVPTQVVS
SSVASVTMEGTCYFFIGHGDGKLAYGVFDPLSSTFGAPHVVQVGSLPVKLRACKRGKDEFVFVATDRPMVVSSRRGKLLF
CNVSAGACRTADVLNAEAYVDCLAYVEQDRLVFGKMENMQNLQIRKIPLDETPLGVTYHKSSGAFCVATDAARACPTPQE
PICYLRLIDAQSFEVRDSFKLEQAESLFGHSLHTMQLRNDSTEYIVVGTAMHDPNRPLPKQGRILVLRVNDDGKLELVVS
HAIHDGGIFSLQAFRDGVVAGINGRLEYFSLESTPLERKVEVASQTVFRGMQTVSCLGVCGNTVLVGDILQSVTAVNYSE
QRNRFVVGPGDPESRYLLTCFLPAEDRFLFCDSDQNLVLGMPPVDTVENDASLMHLAGRIHIGDNINSYVICACIHVWTP
YLLCPDSTFCFAALFVTSRFAFGSLSLSYERPAEAGEAGEDGAKQQSSPPIVFTTVLGGVGMILEVQQKHLWFMHEMQRR
LADMGNAVGGLTHEDYRSTKNGKRESVTPARCFVDGNLIESFLELTPEEMEEVMKEFHIPNSSNDFVPVTVSEASCLLLL
TCVLMLTSVSVVFSNVIMMIAWHLSLSLSFSLSLSLSFSLSHTRAQPLTGTMTTLKFQLDLRKRSLGMTIQGGIDHPVDG
STHVIVNKLAFGGAAAAAGLQVGDWIQSINGSSTTNATLAEAASHIKKAIPTSVRSLASCPAQHIPTNPERDRVGVPAHT
CICLAFAPFPAQSLTLVVYRATDLKAVTSGDEQAAGLINSDRTINAQRAFNENDPLLSRLVHDMTSATEQHLNEAGQYVK
AAVFGGLDGIITTFAVVASSNGARLSANVIVIMGVANLLADGLAMGMGEYLSSLSELQYARSERQREEWELENYEEGEIS
EMVELYMEKGIEEEDARQILHIMSKYKDFFVDHMLVQELGIMPPDEDESPFKNGVVMFLAFISFGLVPLLSYLMLQTVNF
GSMDKDTALFAIACGFTGLAMFVLGAIKSKFSQQSWFMSGLTVLVNGGAAAGAAYLVGWLLEKYVGHSTD          
>Sros_PTSG_00286                                                                
MAAYYLTYAVKPTAVTEALTVNLFEADSPCLVLAKSTHLQVFKMGEQGLEPIHDYPVYGKVACIRKMTFPQMKGLDSLLV
MTDDMRFFVLTFNEHTKKLETHTNGNLLNPSSFPMETGPLVAVDPDCRVIVMAMYPGLVKILRIHGCKFEEEASEARLDA
DQVLSMAMLHGCAEPTLAVLCQRADQRFVKLMRVTSRNELVEVSSVWKTRLEGAVPDSAHFLHPVPNTSEGCLVFGADAV
VYADANGYKAASIPEMMVQAVADVDDSGARFLIGDSLRGGLALLVLEREEDQVQQIVYEPFGETVAPSTLAYLDNSVVFV
GSVVGDSQVVKLETDDDNQNKIIVLDTHENIGSVLDMCSLPQASFGETRLVTASGAGKDGSLRVIQRGVNITSSATVQLD
DLQRVWVLTKPSGEAEAATEESFLALSFAGGLAFLQFEGEELCGFEVPSAPSDPALLCSNVAENQWLFVTEDEVVLVCAE
TLARVAEWKAAEGQAIGACACSEKQLVVSSGRQLLIFEIAKGKLTQTKDTTLEHELSCLDILPVNDDGTSVMVAGTWNVE
AKVYHLPSMRVASSAPFKAGVIATSCAITRLGDQNVAFFGMGDGSVVRYIFAEGSWHMTNQRHVHAGKQPVSLVSCKFAS
GPAVVALSNTSLLFYADSGRVTFSTLNEANLTCVAPLSTPAYPDSLVFSTPASLGIGQIGRMNNLHINKVALGFSPVSLT
TISANPSYVVVVGHVDQEDGGIASAIRVFDGTTLEMVASHELPAPEAVNCVIQHKFKDDNTEYFIIGTAFVDPTETQPSR
GRILISKLENKKEIAIVHECEAAGSVYCLTKMCGKDTDDLVAGINNQVVHFKYDATGQDAAKKLRAVSGNQNFGAVVSLD
SCDDIVLVGDMLNAVFVMQKAQDKLQLVAGSQTANWVSSCALVNETVFLVASHAHSLSVCQREFEPGSTMQTLNAKFEIY
LGETVTSFVRAALGSAAAVDSSMPLRNTFFVFGTMGGGLACLLPLTPPQTELLTALECRMEEKIGGLGGLDHREFRTARD
EQRMAQQVNPRLVDGDLVETFLQLPEEEQKELVAGMSLMGEDGRPYVVTAEVAKAALEAMARLH*               
>Sros_PTSG_08901                                                                
MFTVHRETHEPSAVRHAVQARFLDGQRVNLVTVQGNVLSVYNLVQAQGAADKRCHLEADISFTLDGVPQDVATVRPRGNS
RDLLIFTFKDARVAIVRFDPKMRDLETVSLHAFEDTDTKLGGWHSEQRLRVCVDPLHRCAALMVYGCKLIVISFSSGTAT
AAPEADTQEDTEQSFTSRVIDLLSLPSTIGRVDDMAFLDGYDVPCLAILHQPRPAWVGHMAKTKDTAHVTALSLALDEMT
ARRAPTAPPPPPPPVVWHQENLPSDTFALQPVPAPLGGVVVIGVNVLFYVTQSLVRSLALNGYSRASTNAPIQEQTGISL
DLDGAHHALLTPTQILFALPSGDIHLLTIVCTDVTVDGLRMDKLATSVIGSDICTLGRRHIFIASRHATSLLLEWAPIPL
SATTHIDVSGVSGRDDAGLYGTSSDSTAALNTSASRDGSSTGGDDLDDVYGDVVDGGTTGAHGIGSGGRVMTVKLMARDA
LPTVAPIKSTAVGTSAQGVVPHADPRSQYELVSCIGHDKNGALANISYSLKPQVLLTEDALSSVKDCWAVHSNNSKHHTH
VVFSKPKKTMVFRVAGDFEQLRHPRGFDTEASTVFAGNVMGRQLVLQVTAKHVMLLDDRDCVFDERMKKGVRITKVSVAD
PYIALLLNDATTKVYEVKKSKSGFFLHPLPYISPNSDVLSLSVLRDTSGLFSLYSREQLQMNASVRTTTAQAAGGKGVPA
SNATHANSNGDKGSGDGDKHDGSDDDDDDNLYSADVDAKPASPMHPDNTTTTTQATATATASAANGDDDDEVHIRAVHEP
SYWLFTCDKNGVLSIFQVPDMREVFCCTVFSVLPNVAWDSVYRKEIGPVELEPEMPLKRAKTMDEKGQSVFVEADEEADD
ESGSAQAEEDEQDRLQRKEMTIVELLAIGLGRGSRPHLFLRNETQHVIVYEIFTSSYKRHEKYEGRLQIRLRKRHQHPTW
IDERLAQSSSIPPAAFRPFADISGCDGVFVCARRPSWFMCDHTHKVVRHHAMRFDGAVQCFTQLKHAMHTSCFLYFTGKG
VMRMATTAAGQVLSTPLPSRRTPIKASACYVDFDPESGVYVVVLKHKEPCAHLPKFGPPMEEAPAVDMKFASDEPLPQRE
RYSICLFSCEDWQLVPNSPVEIPADHHVTAFKVINISSERHLTGKKPCVAVGTTPVLGERNLERGLLQLYDVLEVVPEPG
KPTTKNRLKLMLSSDETGAVTALNSIEGYVIGALARRDGPKIFVWRVEDDEKLQPIAFLEGSMFTVTLKVALNFVIIGDY
MGRVMLARLIKDETLKILNLSKGTTSQALLQVGRDVAPTSVYAADFIVRGAELHVLFLDQHANMTILAFDSDDPTTRGGR
ILKRHSVYNTGHQRIVALTRLQNVPPRNSRNATVDAHFLTYQTLEGGAGYITSIPEDIFRRLMLLQLRLLPHLKFRAGLH
PSAFKKYKSASLHMVHQEVRTICADVYTRLFMLDLDAQKEVARQVGTTTKQLCDDFLFIEDSVAWF*             
>Sros_PTSG_09575                                                                
MHRKSTAPDVHLYNLTLQKTARINQAVHGNFAGTKQQLIVVGRGKILELLKPDSTTGNLTSLCVTEIYGVVRSLQPFRLT
GGNKDYLVVGTDSGRITVLEYDTDTNLFKKVHQETFGKSGCRRIVPGQYLAADPKGRAVMIGAFEKQKLVYIFNRDAAAH
LTISSPLEAHKSHTIVYDTVGVDVGFDNPIFACLEVDYEEVDEDPTGEARQFLTQSLTFYELDLGLNHVVRKESIPLDEF
ANKLVSVPGGSDGPGGVLVCSPGRITWRTYGEHEPVAINLPRRDDPLRTDRAPLVTAVTMHKTKRMFFFLVQTEEGDLFK
LTMVAEKGEVSGLIIKYFDTVPVANAMCLLRNGLLFVAAEYGNHHLYQIASLGDNEDEPSYLSIDPLDKIHYFRPRDLLN
LALVDDQESLHPMIACQLADLHEEETPQLYALCGRGAKSSFRVLRHGLEVSEVAVSELPGNPSAVWSVKRHVDDESDTYL
VLSFVDKTLVLGIGETVEEVKDSGFLEEVPTLSASRIGDDSLLQVYPGGIRHIRFDQRVKEWKAPGSTAITNCAVNERQV



VITLSSNELVYFELDRAGQLNEYTERIEMTSKVTAMALAPVAEDAFTSQFLALGLEDNTVRVLSLDPSSCLQPLRMQALP
GAPSSLCIIEIAGQAGEPGTLQLHIGLANGVVSRSTMDKVTGDLSDSRTRYLGVREVRLFPVRAHGHPAVLALSTRPWIA
FTYQGQPRMAPLSYEALEYAHMFCSEQLPEGIVAVAKNTLRILSLQNLGSIFNQSTIPLAYTPRKFFLDEKTAIAVIIEG
DQATLTAQEKKARLSGAAKKEEGDDDMMVDDDDDMMVDDDDEASKPNGDAAPSKPPLDVQQFGEPRVEDGRWASQIRVVD
AKEGKTLQTVQLAQDEMLTSICKMQFTVSQGFTHVIVGGVRGWDAKKNTFASAFIDTYLFSAPDGSARLTKLDFVHRTEV
EAMPCALTPFAGRLIAGVGNIVRIYDMGRKKLLRKCENKHLPSRVVDIEVMGTRVVVADQRESVFFLKYKPTENVLSVFC
DDTTPRWCTAMLMVDYSTVCVADKFGNVSVLRCPDDVTDTLQEDPSGAKAFWARGYLNGAPQKLVQVANFYIGEIVQSLH
KTTLTPSGTECIAYTTLSGSIGALMPFSHKEDAEFFQTLELHLRQEHPPICGRDHLAFRSAYVPCKSVIDGDLCEEYNML
SASLKSDIADGLERTPQEVAKKLEEFRTRYAF*                                               
>Cowc_CAOG_00930                                                                
MMDTSETSTSAPATAASSAKAVELSPFNYIVTAHPPSVVTHVVTGNFTAPHERNLIIAKSTRIEIHTIAADGIHGLLDAG
MYGRIAIMQLFRPPNAQQDLLFICTERYAFTVLAYDAQTGELVTKANGDLQDKSGNPADLGPIGVIDPDCRLIGLRLYNG
MFKVIPIDPHGQFKDAFNIRLEELQVFDIKFLRGYDRPTILVLYQDTKETRHVKTYQVLLKEKEFAEGPWAQNNVEGGAS
LLIPVLMPLGGVLIVGEQTITYHSGSAFRSVAMRPAIIKCYSVIDTNRFLLADSEGNLLSVLLTHDRQDKVTAIKIDRLG
VTSILSCLTYLDNGVVFGGSQFGDSQLLRLATERDETGSFVRVLESFSNLGPICDMAVVDLERQGQCQVVTCSGAFKDGS
LRVVRNGVGIEEQATIELPGIKGIWSLKPTEAALYRSILVVSFIGETRLLGMSSGEELEEMQIPGLDQNSQTLHCANVSG
DQFLQVTATEVRLVNCSTQALVASWSPASVPDRYAPGTRITMASSNDFQVLVACGGGHLVCLSVEASGNLVPIGHARMDH
EIACVDITPIGGQPLSQVCAVGLWTDITVRVLSVPTLEQVLVQPLEGQIIPRSILMATFEGQPRLLCALGDGSMHTYSFD
VLSQQLTDHKRVSLGTQPILLSAFVSRGQTHVFACSDRPTVIYSSNRKLLYSNVNLREVTHVCPFTSESFADCLAVVSST
SLTIGTIDEIQKLHVRAIPLGEMPRRIAYHEPTRTYGVATVTLAEPLPVGSNSGNVAARAQNVRPMAFDDGPRSPSDVLE
DTSFVRLFDGQTFEIRDSFQLPSTETIMSFISCSFANDSSDSTVYLVVGTAFVIPSEDEPKRGRILVFDVAGGALHLVTA
KDVKGCVYSLNAFNGKLLAGINSKVNLFKWNLTGDGIRELVSECSHHGHILTLYLKSRGDFIIVGDLMRSISLLMYKSGT
SSIEEIAQDTCPNWVTAVDMLDDDVFIGGESSFNIFTCRRNLEASTDEERKRLEVVGEFHVGEFINQFRAGSLVMKLPDE
QEQPIQPSTLFGTGNGVIGVIARLTRSQYEFLQLVQAAMAKVIKGVGGLNHSAWRSFCNERRLTEAKGFIDGDLIECFLD
LPRDKMQVVVTGLVRDGQPVSVDDLLKYVEELARIH*                                           
>Cowc_CAOG_06136                                                                
MAMHLYSLTLQRASAITCAVHGNFSGTKQQEIAVGRGSVLELLALDQASAKVKTIASINIFGVVRCLTAFRLTGASKDYL
VVGSDSGRVAILEYNPTKYEFERVHLETYGKSGSRRIVPGQYLAADAKGRAIMISAVEKQKLVYVMNRDSTARLTITSPL
DAHKAHAVVFATVGLDVGFEAPTFACVELDYEEADNDPSGEAVEATQQHLVFYELDLGLNHVVRKSSEPLPGWANMLIQV
PGADDGPGGVVVCCEGFLVYKSPEDPAIDVRCPFPGRRHDISDPSKRGAGRGIVVAHASHKTKTKFFFVVQLDNGDMFKV
TLDVADDNVVSIRMKLFDTLPVATSLHILRSGHLFVAAELGDHHLYQITQLAENDDEPEFTTRGLVMNGRVVPSSVAHGG
VELSAFVYTPRPLLNLVLLDVMESTAPTMQCRVEDLLGEDAPQFYLLCGRGPNSTLRILRHGLEVSQLAATELTASPVAI
WSVKRSIHDIHDTYFIVSWASATVVLSVGDQVAPVSDSGLLLTVGTIAVSRIGEDDLLQVYTDGIRHIRADSRVNEWRTP
GRRQIVRAAINDRQVVIALAGGELVYFELDITGQLNEFAERFTSSAEVCALAIAPVPADRRRARFLAVAAEDNTVRIVSL
ELSDTLQSLGVQTVADRASSLCFADPSLDNSSADLVLGVGLQNGILLRTSVEPSSGNLTDTRTRYLGTRPVMLFPSKVHG
AAGFLALSSRPWIFYVQQGTPTLTPLSYDALDCAATFSAANCPNGLVAIAGNTLRVLNLPRLGSVFNQTSMPLKYTPRRF
IVDSEHRLLVIAESDHNTFAAGRKAVEQARVAAETNTTQAAIAESLPDAVFGAPAAGAARWGSCLRIVDAQLRETLELIE
LDEDEGVFSMTSCSFHGHEGQTFFIVGTTKALNLQTRAHQGGCLYTYRFNPQTRRLDFVHRTEVEDVPGAMYPFQGRLLV
GVGSLLRVYDLGKRKLLRKCENRSIPNFVSSITTSGGRIVVTDVQESFHFLRYRPSDNMLAVFADDSNPRWVTSSTMVDY
DTVAAGDKFGNVFVLRLPQDLQDDLEDDPTGGRLLGSSKNTLNGAAQKADTIINFHVGDTVTTMQKTALIPSGSECLVYT
TTLGAIGVLIPFTTQSDIDFFKHLEMHMRQENPPICGRDHLAFRSHYFPSKNVIDGDLCEQFNSLDPHKKRLIAGDLADR
TPSEVSKKLEDLRTRSAF*                                                             
>Mvib_comp11222_c3_seq1_fr5                                                     
ALSIVRRSVLPSIVGTFHMEDYTNLWAVYEGDRSTQQGLLVLSGRQRTLVLRSDNDAVQVVTKSPFYVTVPTVLVTNVLS
NRYVVQVCPRGLYLFKGSKEVQSLPQMAEGDVIVDCHAIDPYLVVRMQNGRVRVIVVEMTNSRARFHVMPFDQGGGSVIS
>Mvib_comp12950_c0_seq1_fr5                                                     
CVMVCCEGCLLSKCYGEPTEHRVALPRRRNDISDPTRIPLVVAAAAHKTKSMFFFLVQTDSGDLFRVMLDVDPEENTVTK
MRIKYFDTVPVAAGICVLRSGFLFVASEFGNHHLYQITQLGDGGDEPEFNSKANAVVDSEDLDDIPAPLLDATVFIPRPL
LNLMLVDELESLAP                                                                  
>Mvib_comp12950_c3_seq1_fr5                                                     
ESLAPILDSCVADLAGEDSMQLYSLCGRGPRSSVRTLRHGLAVAEMAVSALPGTPSAVWSVKRARADEFDRYIVVSFVNA
TLVLSIGETVEEVSDSGLMLQSPTIHVAQIGDDDLLQVYPGGLRHVKADRRVNEWKTPSQRPIACAAVNERQVALALGGG
EIVYFELDMSGQLNESTERCDLPAEAVCMAIGSVPVGRPRFSYLALGW                                
>Mvib_comp15902_c3_seq1_fr5                                                     
RCQIVDETFLFLSIIMSFNYVVTAHKATAVTQSVACSFTSPDTRNLILAKGTRLDIFTVSPTGLVPLLELPLHGRISALR
HLRPTGETTDLLFVSLERYDFCVLKFDAATQKIVTKSFGNLEDRIGEPAELGQLAIIDQECRLIGLRQYNGAFKVIPIDS
RGQFKDAFNIRLEELVVHDIQFVTGQRNPTIAVLYQGTQDDMHIATYEVSVREGELKAGPWKYNNVEGGTSMLIPVDQPI
GGIISVGEHHITYHSGSSFKSAAMDSTVMECFGQIDSTRFLMADSRGTLYSLLLVLENGEVSNLSLQRLGGTSIAACLCY
VDAGVVFIGSRYGDAQLVRLLEQPNDHDSFIEEIDSFTNIGPMADVVVIDLDRQGQGQMITCSGAYQDGSLRVIHNGIGI
QEHASLDLVGIKGTWALQMAGGDAGTDSILAISFVGQTVLIAMNGEELEEVAVEGLVTDEQTLLCANVSVDVVQQVTTAR
IRLVSATTGMVAEWVPDEDARISVVASNGRHTLVSLGGGRVVCLAVDTSTLSVVGVRVLPHEIACLHVADHLETPLAGGG
FWHGLAGRRARGAAL                                                                 



>Mvib_comp115422_c0_seq1_fr5                                                    
GSFFIFPHPIMATLDPSSVHLYAVTLQRGASIQCMCHGAFSGLPKQQEIACAHNDVLELYKVDAATGKLKSILHSGGRVF
GVIRSLTAFRLTGSQKDYLVVGSDSGRIVILEFQPAKGSFDRVHMETFGKSGARRCIPGQFVAADAKGRAIMIAAVEKQK
LVYIMNRDGNANLTISSPLEGHKAHTLLFHCVGVDVGFENPMFACLELDYEDADDDTTGEAAPATPPSPTFPEAAPGRNP
>Sarc_SARC_01497                                                                
MTSGGQQEVQFTHPSWHLGCFYYVVVGSDSGRISILEYIVERNAFESVHMETFGKSGCRRIVPGQYLAVDPKGRAVMIAA
VEKQKLVYILNRDAAARLTISSPLEAHKSHSILFHVIGLDVGFENPMFASLELDYADADDDATGEALEDTKQSLVYYELD
LGLNHVVRKHSEELEEAANMLIPVPGGNDGPGGLIVCCEDFVTYKNLGEQTDVRVAIPKRQNSLVEADRSTLIVACAAHK
TKQMTFFLVQTDQGDIFKIALVVDDDIVVNMQMRYFDTIPVATSLNILKAGFLMSSGEFGNHLLFQIAQLGDDNEAEPTY
DQVTEYHETWPTFQPRELMCLVPVDELESFSPIMDCEIAKLEGADSDTPKFFAACGRGSRSTLRQFRHGLEVTEMAVSEL
PGNPNAVWTVKRNRNDEYDSYIVVSFNNATLVLSIGDTVEEVVDSGFLGTSPTVYASGLGDDSLLHVHPDGIRHIRADKR
INEWKCPGRATITRAAVNIRQVVISLSNQELVYFELDAAGQLNEYTERMPMDSDVQSIAIGEVPDGRQRCRFVAVGLADR
SVRIVSLDPEDCLTQLSIQVLPVTPSSLCMVAMEDGSDSGDTSTLYLNIGLTNGVMMRTVIDPITGQISDNRLRYLGSKE
VKMFRVKTQGKDAVLSLSSRNWLSYPYQGRLIQTPLTYEALEHATSFTSEQCPEGIVAIAGNTLRIIATEKLGAVFNQQA
AQLSYTPRKLCVHRQSNTVLVIETDHNCLTQSAKEKAKAQINGGMEVDGEAEEDLPADIFGEPRPGAGIWASMLRAVDAE
TNETVATHLFDDNESAVSMVTATFHDRGDDVYVLVGTAVNLKLAPRSCDAAFIYSFKIDSATKQFVLLHKTALDDVPGAM
CAFQGRVLVSVGRLLRIYDMGKRKLLRKCENKHVPNNIVSVMALGSRIYVSDVQESWHFLKYKSDQNFMVIFADDTLPRW
VTTGCVLDYDTICGADKFGNVYLLRLPSGAVDDIDDDPSGTKVIWQRGLLGGAPQKVECVAQFYIGETIKTLQKCDLVAD
GHECVVYTTLSGGMGILAPFQSKEDLEFFQHMEMYMQQNMPPLCGRDHLSFRSYYQPKKNVIDGDLVEQFNTMVLSKRKD
LSDELDRTPPEVSKKLEDIRALFAF*                                                      
>Sarc_SARC_03102                                                                
MLPFLVEDSYLTHLVLVGRFPVHGVITGLAKVTLIPGRPDQLIVCTKDAKVSILSFDRCIHRLVNVSLHWFEDEAIKNGM
MSNPHETIICVDPSNRCCVLYTFGRCLTILPFNRKEDIGFNDEIANDTSRKDSRVMLHHTQSTHGSNAVTTSHSVGQDLS
VWGDDVGALRRMIRPSYTRPITDYDARIRTVHDMAFLHGYFEPTLVVLYESNDTWEGNLGSRSDTISIIALSLNLVDHQQ
HVIWHVTDLPYDLRRIQLVPEPLGGLILLGTNSMVYLNQSTPAYGVSLNSNMDGCTKFPLVPQPDAVLALNDSVSVFLDE
SRMFLSTANGSIYSVVLKIDGRNVIGFAIQKAGASVIPACICVITPGLLFLGSRLGDSLCMTYEDTLDKNDEEANVHLLN
ALKMATASTNENGGKSKEKSDFSTKRLAEGDLDDDLFIYEVDDKGTEHTDDSILSFKVCDILMNVGPITDFCFGEPAYVS
DEYVREDRYDLELVTCSGHGKNGALCLMQRGVRPQANGCKY*                                      
>Sarc_SARC_12835                                                                
MLNYYIQVLTTFPLETRNAMWAVYGSRGRTGEDPIVDNKAGNADSKREDEEEKKKNEFHSYLFLSTDDSTMVLRTDEELA
QVKAEPHSFHAGVQTLLVANVGSRGFILQVHPQGLVLLRDLDELQDITLSDTLTERHSHAAPTGTHADTNTPLLTDAPKG
PSTGTDPHSNTEASTHTHGEISIISADIADPYVSVLCSDGQVIVWLFDSATCSLVRTDLNVPNCPLSAVCLYRDEDMVLF
ADSSSSQNTRSYTSAANGDSSAVRE                                                       
>Sarc_SARC_13772                                                                
FLRRYQRPTLLILYEDHRESRHLKTYEMSMREKDMRDGPWSQNDIEAGAHLLISVHEPVGGAIVIGEQSISYHNGEYHTT
IAIKNTIMTSYTALDTDKTRFLLSDHTGTLFVLKLIVSASDEVVNIAILEIGCTPWASCMTYIDNNVVFIGSAVNDSQLI
RLRPDFRSKTQDYTKPDSQKGIHTEPLGY                                                   
>Sarc_SARC_15878                                                                
MQHELSVIISKGSYLEVFTVGEDGLDAFLNVNIYGRIAILKLFRPLHEKKDLLLIVTENYQFCVVKYDEASKEIKTHATG
DVRDRVGRPADAGILGLIDPLCRMIGLRMYNGVFKVIPVSKKGHFDTAYNVRLEEIGIIDIVFLHG*             
>Sarc_SARC_16605                                                                
YFDVLETFMNIGPIVDLVVLDRDRQGQGQIVTCSGVNKDGSLRVIRNGIGIYEHAAVDICGVKGVWPAREGSAAAKGQDN
VLCVAFIGETRFIRFSGDEMEVFELEGLKADAQSLYCGNVQDKF                                    
>Cfra_g3874                                                                     
MTFLHYKQSHPPTVVEHCIQARLVSVDEVNLVVAKATVLEIYKLRNKSSGGDLRERERKGQHLVLVGRFPIHGVIVALAK
VTLVQGRADQLLVATKDAKVALVAFDQCLHRLVNVSLHWFEDDAIKNGMMTNPSDTLIRVDPNSRCAVVFEFGRCLTIIP
FNKKEDIGFADDIPQLPDNQRYFEPTLVILFETNDTWEGNLITRSDTVGIIAISLNVIDHQHHVIWHVSDLPYDLRRIQL
VPEPLGGLVLIGTNSMVYLNQSSPAYGVSVNSNADGRTNFPLVPQPDIAISLNDSVSVFLDETKMFLSTSNGSIYSVALK
IDGRNVKGFAIHKVGASVMPACICVVQPGVLFLGSRLGDSLLMTYEDNVAKHTTAETVQLANALALASGVGSVDTEKMGT
SDFRTKRLAEGDLDDDLFIYEVAEKNDAHSTEDSVLSFKVCDLLMNVGPITDFCLGEPAYVSDEYVREDRYDLELVTCTG
HGKNGALCLLQRGIRPQVLTTFPLETRNGMWAVYDACDEEEGEVRAQTSGVDNSRANDDGKDGDGKRDFQNDEYHAYLFL
TTNDSTMVLRTDEELAEVDAGVSGFKANVKTLLVGNLGNRKFIVQVHPHGLLVLHGMTEIQELKPATLLNMDAESTGVPV
IIKAEVADPYLCLLFNTGDVLLFEFDETKRVLVHKHIKSMDKQSPVSAIALYHDKDLILFPKDEYVGQSPVPSCSSHNSD
IGGGVGGTKRTATDMYSDDEDEDDALYGDDYQDENNSVVPDSITKTSAASLPSKKNARVMSVTANEALGLGVIVDEGEDV
NPPVVSYLFIASASGGLSVYDIARNVECFRVEEFSNGPEMLADAYTGMEMEDAHDFHVGQRSSGIDSKQDIERTGSNANA
NGIGEKPPSAGGYRSTGTKPIVVELSMQALGTRREFLHLFAITSNGDLNVYKAFHCQPTPNASVPLVQRGKAGEHVGDDR
NALLRFRKVEHDIILRPMDNVEDEWAFGPGPTTEDDKNDEEDEGDDEGNTIPGADVVMVLTKPKQEKWLTSVSKHVQQIF
PFSNISTYNGVVITGKDTRPWWLVATRKGLRTHPMYVDTGAIFFSPFHNVNCTHGFMYFNNEVPLRATPHHITYHVESKQ
YVVAKSVDEEVLEVARTTNDTKDQPPQKFEGGPRYVYPREPKFSVSLISPLTWEEIDSFELPLYEHITCMESVTLRSEET
ASGMKPFIAVSTLTVMGEETTPKGKVYLFEVIEVVPEPGRPQTNHKLKKVYDKVQKGPVTALNAINGLLITAQGQKIYIW
MYQNRMLVGKAFIDAQLYTVKLSVARSFVLVADIFNSISLLRYQEEEKTFSLISRDYNKIPLFTSAYVVDDTTLASMATD
MDGNLMVFGYVPDDPESLGGNKLMRKADMHIGGLVSAVTRVEARPPPGSRYPKRRHVNVMAALDGSISLIQPIDEKIYRR



LSMVQTRLTSQLNHNLGQNPKAFRLIKQESTKLANASKNVLDGDLLARFPSLSLSMRKELAKQIGSDHVQITQSLQEVDH
ATSIL                                                                           
>Cfra_g5570                                                                     
MHLYHLTLQRSSAVTVSIHGSFAGTKQQELCVARGSFLELHRPDPNTGKIHQLLSVNVFGVIRSLIPFRLTGGVKDYIIV
GSDSGRISILEYIPERNSFENVHLETFGKSGCRRIVPGQYLAVDPKGRAVMIAASEKQKLVYILNRDAAARLTISSPLEA
HKSHTLLFHVVGLDVGFENPMFACLELDYSEVDEDATGEALEEARQNLVYYELDLGLNHVVRKHSVELDDVANMLITVPG
GSDGPGGLIVCSENFVTYKNMGEQADVRVAIPKRHDTLTEAGRGTLVVAYAAHKTRAITFFLVQTDQ             
>Cfra_g5573                                                                     
MEIMAFSKKDASAGVVSGDSQSCTVPAVSSTIMDPVSKADLLEPSVASPYQYVVTAQKPTAVHHAVTGNFVSQRELCLIV
GKGTRIEIHTVGPEGLVALLEVNIYGRIGVMKLFRPEHEKKDLLLIVTESYQFCVLSYNEQTCEINTRAAGEAKDRVGRA
AESGMIGMIDPLCQMIGLRIYNGVYKVIPVNKKGALSDAYNVRLDELSVLDMVFLHGYPRPTMLVLYEDHREARHVKTYE
FSLQEKEISSGPWEQSNMEAGSCMLIPVRTPFGGAIIVGEQTITYHNGKTYRSIAMENTIMVTYTEIDTAGTRFLLGDMF
GKLYVLLLILEGNEIVNIKLETLGLTSWPSCLTYLDNGIVYLGSSVGDSQLIRLSQSFIPETTSYLEFLENYPNLGPIVD
CVVVDRDKQGQGQIVTCSGGGKDGSLRVIRNGIGIYEHAVVDLYGVKGVWAAHDGTSVEGTDNILCVSFVGETRFIRLVG
DEMDVYQVDGLKADAQSLYCGCVGERYIVQVVSEGVRVVTAVEGKLTGEWIPPYTSSSDMSVGMSSDVVKDEKTRESISV
ADGNKTQLVVATGGSRLVYLRFDSEGGVHEVKSVVMDNEIACVSLSPVGELYPGEGDDMNVDSEECVPETDAHLVAVGLW
TDISVHVLYLPSLTPAAKARLGGDVIPRSLLIVKLDDTFTRVICALGD                                
>Cfra_g5725                                                                     
MQLRYFDTIPVATSLNILKAGFLMSSGEFGNHILFQIAQLGDENENEPTFDQNTPYDAETESSQWPTFQPRELTCLVPVD
EIESLSPVTEMAVSELPGNPNAVWTVKRNRNDDFDAYIVVSFVNATLVLSIGDTVEEVVDSGFLGTSPTIYAASIGDDSL
LHVHPEGIRHIRADKRINEWKAPGRTNITHAAVNVRQVIVSLTGADLVYFELDAAGQLNEYTERLPMDSEITCIAVGVVP
EGRQRSRFMAVGLTDSTVRIISLDPEDCLTQLSMQVLPAIPSSLCIVQMEDGSDSGDTSTLFLNVGLSNGVMLRTVVDPV
SGEISDSRTRYLGSRAVKMFRIQSQGNDAVLSLSSRSWLSYPYQGRLMQTPLTYETLEYATSFTSEQCPEGIVAISGNTL
RIIATEKLGAVFNQTAAQLKYTPRKLCVHPQSSLMLIIETDYNCMSEKEKAKAKGTDGMEIEGNGESEVLPADIFGEPRP
GIGQWASMLRAINPDTQELKEQFSCLQNETVSTVMFDDNECATSMCTVSFHDQQDEVCVLVGTAKNMELSERRCDGGNIY
TFKMSKETHEFELIHRTAVDDVPGAMCAFQGRVLISVGRLLRVYDMGKRKLLRKCENKHIPNSIVSVMTMGSRVYVGDVQ
ESWHFLKYKSEQNMLVVFADDTIPRWVTTGCVLDYDTICGADKFGNVCILRLGKGALDDIDDDPSGTKVMWQRGLLGGAP
QKVECTVQFFVGETIKTLQKTTLVAGGGECIVYTTLSGGIGILAPFSSKEDLEFFQHMEMFMQQNAPSLCGRDHLSYRSY
YLPKKNTVDGDLVEQYNTMPLAKRKELAEELDRTPSEVAKKLEDIRSRFAF                             
>Contig64349_Abeoforma_whisleri_fr1                                             
LSLIAS*LVQSVKDRKT*TL*IMAAMANDDIVDESSSGPFFYTVTAQKPTAVTQLVSGSFTSATSRNVIIGKTSRLEIQL
LTEDGLEPMLDVNIYGRISVMKLFRPKMCKKDRLFLITERYNFCVLEYDESTNNIVTCAAGEAKDHVGYPAETGIIGIIE
PECRMIVLRIYNGVIKIIPIDPIKGNLQEAFNLRLEEHHILDMEFLHGCATPTIMVLYQDTSETHHVKTYEINLKEKELQ
QGPWSQSNIEAGSSMLIPIPRPIGGCFIVGEQTITYHNGSQTTSIAMNNTIMKCYCQVDKDGHRYLLGDFLGKLYVLFAK
KNKDNEFQLKLGALGETSVPSALTYLDNGCVYVGSSLGDSHLIKINSSMEKKDSNSYISVLGTDINLGPIVDCCVVDYDG
LGQSQVITCSGAGNDGSLRVIMNGNGINHLAEMEMEGLKYVFTLKRKTDAMTHDLICLSFLDSSVFISVAEEELEQIQIP
GFKSNVATVLCATVRDNMMLQVTNESARFVTSHLVKEWTPVDGCRINFAACNQNQLVVGLAGGILAYLDIETWASTTQTL
RNEIACVALMPLKDGEPDDRAQHCAVGLWTDITINVHSVPDLNEISSSILGGETISRSVLFARFDEQIYLLCALRDGTLI
HYKFENGTLKDKSRISLGTQQIQLTPFVSHGTPCVFASSDRPTILYCSHEKLLCSTVNIKDVVHMAPLNTEAFPDSLVLI
SEGKLSISNMDEIQKLHIRTIPLKEIPRRLARMSDQSVFAVLTSIMSAHFDDEIHQIKTFDDQSFDILKNFPLQKNEQGC
SIICLRLTNNKQVFVVGTATVIPANGEPTDGRLLLFNEELKLLAWASVSGAVMSMSDMSGKLVCTVNGKVCLYRIECDNE
NYQFIYEDDDQKHILLLSVKTAGDFILAGDLMQSISLLKVDKISGAIENLAKDPEYKYCTAIAMLDCDNFIAAEYGHNIY
TMSCNNGQADNDSLVPTSEFHTGEYINTIEHGSLVMKLNDDNPDAIRSSFIFGTISGAIGVIAVLNRQQYLFLNDLQSRL
RDVVHGIGGFSHTEWRKFTTDRRQDYSTNHIDGDLIETALTLPNESLKQVCKGLTMTKTAEDGNFISLDVTPEILIKYVD
ELTQIH*****YNLETIQCV*CTEALRKAFFLFSIFLLNSIDRIFRKDFMEFIFEGLWLVWAC*DFSRGGKVVMKISVKW
SKIQSPNISKTTR                                                                   
>Contig71440_Abeoforma_whisleri_fr4                                             
SRMGDSLLISFFEEIEALVPVSLQTQEESEFEAKRNKKEPDDLEDFDDDFLVFKDEKSDSRTKSYSFKVVDTLVNIGPII
KLDIGERSYLSEEYRDSVEYDLQMVTCSGYGKNGALCVLEDGIRPQVIHSTTAENFWADSIWSVYGPPVNNELPVHHQYL
FMSQLKSTMVFSTGESFNNILKSDFNTKEKSLHVCNICQHQ                                       
>Contig69288_Abeoforma_whisleri_fr6                                             
TIQEKTMNLYNFTLQTGSMINCSIHGNFSGTRQQEICVSKGNTIELLRPDPNSFKLQQLLSVNVFGVIRCLMPFRLTGGN
KDYIIVGSDSGKIVILEYMPDRNVFDKVHEETFGKSGCRRIVPGQFLCVDPKGRAVMIGALEKQRLVYILNRDAAARLTI
SSPLEAHKSKTLIYDIVGVDNGYDNPIFACLEFDYDEVDDDHTGEAFEEARQHLVLYELDLGLNHVVRKNSEKLDDLCYK
LIAVPAGKGLPGGLLLCTENYIIYKNIGEQEDVRIAIPRREGSEADIMIVASTTHKTKSLTFFLLQTEEGDLFKLTLDCE
TVDDVLTVQGLVMKYLDTLSPATGLCVLRAGFLFVSSEFGNHNLYRIAELGQAEDMDYSSVGMEPEDVFPRYKPRELKNL
VQVDSIESLCPITDCKIADLTHKEEGKDSDVFETPQFYMLSGQGKNGSFRTLRHGLEVTEMAVSELPGDPSAVWTVKTHS
SAQFHAYIVISFVNATLVMSIGETVEEVTDSGFLGTIPTLSASSIGEDSLLQIHPNGIRHIRSDKRINEWKAPSPAVILN
SAVNSRQVAIALTGNDIVYFEIDAFGQLNEYSERLSVDANITSIAIGPVPEGRQRSRFLTVGLDDQTVRVYSLDPEDCLT
QVSMQVLPGAANSLCIVEMEGTETSLRTLFLYIGLQNGVMLRTVIDHLSGVLEDSRTRYLGQKPVTLVRMEVQGNDAVLA
LSVKPWLSYPYQGRVHCTPLSYDTLRSAAPFASEYCPEGIVAIADNTLRIISTEKMGVSFNQISAPLKHTPRKFEIHPQS
KLMLILEAEYHGLNNQEEEDEDEDAMEKDSATWESCLRVLDPATNETTEIYPFADNEVPRSIITCQFHNQNEEIFVLVGT



AVDMHLRAQECTEGYIYTFRMVENGRKLSLVHKTSVNGCPGAMCAFQGRVLVGVGKLLRIYDMGKRKLLRKCENKNMPNH
IVQILSLGNRIYVADVQESFHFVKYSPDENRMVIYADDTTPRWVVTACLIDYSTVAGADKFGNVFILRLPASASDDISDD
PSGAKVATKQRGHLNGAPQKLECLVNYHVGEMIVSLQKVRLLAGGGECIVYTTIRGTIGVLAPFNTREDVDFFQIMEMHM
QQKNPPLCGRDHLAYRSYYFPRKNVIDGDLCEQFNVVSAQTRTEIAEETSRTSAEVSKKLENLRASFAF*ATFFLTFLLT
YLLTCCSYLLRTDIPNSLLYDVMQFFGPL*L*LYRGFLTHLHRCICTYV*ISFYQ*CIAKRCEYYPLLYLFSLFLSISLS
SK***PQN*PPALLTANMLCIVTQLLFTLLSLCAFSLAKANNKKKQK                                 
>Contig3294_Pirum_gemmata_fr3                                                   
NNDKDDNNDKDHNYLFLSKPDSTMILSTNGPDINEVVNSEFITNVCTLFVCNMLNNRFIVQVHAQGMLLNSGNETSKVSI
KGQEIVGCSSSQDLIALIMDDGSIRLYKINPEKKTLEFQHFVVTMTSTVTSLHLFEDKRRIIKTKESSESSGNKRTREEM
DEDSDDDFLYGDDAYEDEKEKQEKGQEEQTKLEPVKTYLFVTRSNGDLEIYLVPVGDLLFCAKRFSMGPRVVYDGDTHKN
ANKRVRTDNTIPIITEMCIFDYGCLQNDIVFMAVTNYGDLFIYQSYLHTLTTSEKENSKLALRFRKLEHEVIPKTIDDFE
DEFTIMKKARQKEKAAKLL                                                             
>Contig66528_Pirum_gemmata_fr5                                                  
PQQPQQPRQPQPI*TNFF*LVYINTIGYFGFFEKEKKKKMHLYNFTLQDGTAINTSILGNFEGTKQQEIIVSRGNVLELY
KPDITNSKMHQILSHKIFGVIRSIVPFRLVKGTKDYIIVGTDSGRIIILEYNGERNCFDKVHEETFGKSGCRRIVPGQFL
TVDPKGRAVMIGSLEKQKLVYILNRDENARLTISSPLEAHKSKTLIYDICGLDNGYENPIFACLELDYSEADEDHTGEAL
MESKQNIVLYELDLGLNHVVRKESFELEDLCYKLIAVPMGKDSPGGLICCSENYLTYKNIGEPDSDIRIPIPRRAGCKRE
SIMIICYAVHKTKSVTFFLLQTEQGDIFKLTFTIDNSDDVISVEGLNLQYIDTVSPATSICILKAGYLFVASEFGNHNLY
RIAAVGGEDDPIFSSDSEELPIFSPREMTNLVPVDAMESLCPITDCKIEQLGNDDTPQFYMLSGRGSESKFITLRHGLEV
TEMASNSLPGAATALFSVKTSNSEDYHNYIVVAFTNATLVLSIGESIEETTESGFLGTIPTLKACSIGDDAMLQIYPSGI
RHIRSEKRINMWKSPSQIVHCATNSRQVLVSLVNNEILYFELDAFGQLNEFTERLTMTDSIACMTVGPVPDRRQRCRFMA
VGLDDNTVRIISLDPEDCLQSLAMQALPAKASSLCIIKTEGIDATDGVLLLYIGLQNGVLLRTIIDPVTGSLDDTRTRYL
GAAPVQLHSVTIQGSEAVLALSSRSWLSYSYQGRILLTPLSYDALSYVSSFSSEFCPEGIVAIADKSLRIIYTEKLGISF
NQTSASLQHTARKFTIHPQSNLMLILEADYNYIDQNDYNNKARMDEDEEITPKWGSCIRVFDPSTNKTLDCYKLADNEFP
ASITTLQFHEKGEEVYVLVGIGKDMGLSAKKCTSGQILTFRMVEEGRKLELVHKTDIDGCPGAMSSFQGRVAVGVGRLLR
IYDMGKRKLLRKCENKNIPNYIVHIMTLGNRLYVADVQESFHFVKYNPEQNRMIIYADDTTPRWIVTGCLVDYNTVAGAD
KFGNVFLLRLPADAKDDVEDDPSGAKVVWQRGLLSGAPQKLECLVNYYVGEMIVSLQKITLVAGGGECIVYTTIRGTIGV
LAPFSVREDIDFFQILEMMMQQKYPPLCGRDHLSYRSYYFPRKNVVDGDLCEQFNTLPLNLRNEIGEETSRTDQEVAKKL
EGMRARFAF*ISI*RTSLENTKII*FDGI*IIWFVLLLLLLS*NNQGYIF*SIK*IIKKLVNP                 
>Contig66529_Pirum_gemmata_fr5                                                  
PQQPQQPRQPQPI*TNFF*LVYINTIGYFGFFEKEKKKKMHLYNFTLQDGTAINTSILGNFEGTKQQEIIVSRGNVLELY
KPDITNSKMHQILSHKIFGVIRSIVPFRLVKGTKDYIIVGTDSGRIIILEYNGERNCFDKVHEETFGKSGCRRIVPGQFL
TVDPKGRAVMIGSLEKQKLVYILNRDENARLTISSPLEAHKSKTLIYDICGLDNGYENPIFACLELDYSEADEDHTGEAL
MESKQNIVLYELDLGLNHVVRKESFELEDLCYKLIAVPMGKDSPGGLICCSENYLTYKNIGEPDSDIRIPIPRRAGCKRE
SIMIICYAVHKTKSVTFFLLQTEQGDIFKLTFTIDNSDDVISVEGLNLQYIDTVSPATSICILKAGYLFVASEFGNQ*VV
LTLTPNP*P                                                                       
>Contig20632_Pirum_gemmata_fr6                                                  
IGIIDPECRMIGLRIYNGVLKIIPVNQNTGELSEAFNVRLEEHQILDMNFLYGPTKPTIMVLYQDVSETHNVKTYEMNLR
EKELQQGPWQQENIELGSSMLIPVPNPIGGCLIIGEQTITHHNGSKYISIPMNNTIITCYCKVDDDGHRYLLSDFLGRMY
ILRLKKKKEIKLELEVLGETPTPSSLCYVDNNHVYVGSKLGDSCLVKLLPRKSEDGSFLNVVETFSNLGPIVDSCVLDYD
GLGQDQIITCSGGGKDGSLKVIMNGIGINRIEEIELEGVTDLWALKSNKTNELDDVLILSFVCETRVLMVKEEFEGLDPG
DITGFNCNLHSIFCGSVLIDTIVQVTQESVRFINSNFQLIKEWVPIEGATITKAACTESQLLVALGGGTLAYLDLETWES
TIQKVKHEVACITIMPLKEGEKKSVHCAFGLWTEFSMNVLSLPDLKEVVMEMLDGEFIPRSIIFTNFGEQDYLLCSLGDG
SLVHCTYQNKKLMDKKKIVIGTRPVELRPFISDGKHCVFASSDRPCVIFCLNKKIVCSTVNLKDVHHMCPLNTTLFPNSL
ALIVDKTLSIATIDNVQKLHIRSIPVGEMPRRITHMPESRAFAVVTVKEVIEKNYGVTESSYIRLFDDQTFQLLSSFDLD
RFEQGCSIRAVKFPNLFSSSVFVVGTAYAYPQDDEPQKGRLIVLSVENGELQVIAKCEVPGAVYCIESFGDHFVAGISGK
ISMHTLEHGEQGYTIKQEDSYAKFILTLQLRAHDDYVLAANLFRSISLLKYNKLTKSLEEVASDPESKYTTQIAMLNDRC
FLVSDHCYNFYAMKRKDDSNSKDCLEACGEFHIGEYVNVITHGSLVMKDMYEKRDAIRGSLIYGSASGSVGVIAILNREQ
FVFLNEVQSRARKVVKGIGGFGHSEWRSYQNERRTVESWNFIDGDLIESLLELQPTLITKLCKGLTKEENGQDKPVSSDE
LMRFVRELSLIH*YFQ******N                                                         
>Contig20633_Pirum_gemmata_fr6                                                  
IGIIDPECRMIGLRIYNGVLKIIPVNQNTGELSEAFNVRLEEHQILDMNFLYGPTKPTIMVLYQDVSETHNVKTYEMNLR
EKELQQGPWQQENIELGSSMLIPVPNPIGGCLIIGEQTITHHNGSKYISIPMNNTIITCYCKVDDDGHRYLLSDFLGRMY
ILRLKKKKEIKLELEVLGETPTPSSLCYVDNNHVYVGSKLGDSCLVKLLPRKSEDGSFLNVVETFSNLGPIVDSCVLDYD
GLGQDQIITCSGGGKDGSLKVIMNGIGINRIEEIELEGVTDLWALKSNKTNELDDVLILSFVCETRVLMVKEEFEGLDPG
DITGFNCNLHSIFCGSVLIDTIVQVTQESVRFINSNFQLIKEWVPIEGATITKAACTESQLLVALGGGTLAYLDLETWES
TIQKVKHEVACITIMPLKEGEKKSVHCAFGLWTEFSMNVLSLPDLKEVVMEMLDGEFIPRSIIFTNFGEQDYLLCSLGDG
SLVHCTYQNKKLMDKKKIVIGTRPVELRPFISDGKHCIYSLFINHFYAPNPSSMPSILLPCPKSYFHTINLTSMP*ILLP
YPIPTYLMSQRQDYGATQPKK*IK*NQ*KYEAKFEKKKWIGGDRHH*KP*LKTRVS                        
>Contig20634_Pirum_gemmata_fr6                                                  
IGIIDPECRMIGLRIYNGVLKIIPVNQNTGELSEAFNVRLEEHQILDMNFLYGPTKPTIMVLYQDVSETHNVKTYEMNLR
EKELQQGPWQQENIELGSSMLIPVPNPIGGCLIIGEQTITHHNGSKYISIPMNNTIITCYCKVDDDGHRYLLSDFLGRMY



ILRLKKKKEIKLELEVLGETPTPSSLCYVDNNHVYVGSKLGDSCLVKLLPRKSEDGSFLNVVETFSNLGPIVDSCVLDYD
GLGQG**MLNYHYSKTIKHFFTYLLF*K*YRIL*NSSVIHLKQCQIKNRGDSG*LHNDIFNFLFFFSLLALYLIVKNTKM
NNQIDTCYIKT*IRWFYLIIKTTQ                                                        
>Contig79244_Pirum_gemmata_fr6                                                  
QLNISQSLAFRYNNLPFDCERLQPVPEPRGGVLVFSNNALLYLNQSTNPYGISMNLTTDTSTDFPMEKQTSVIATLDRSV
SLFINDDTMFVSLKTGDIVLVTLINDGGRSVPIFEMRKMIASNIPYCLCSVGHSHIFLGSRMGDSLLIKYEELKLDSIVG
VDVDVDVDKNNNNEKEIEEEIGHKNKRNKQQPIDDFEDELFVFTSNNTADSLQSVTYSFKICDNLINIGPVVKIDVGEPT
QLSEELDDPKKHDLELVTCSGYGKNGALCVLQDGVRPEIIYSQEHFEGNLAWADRIWAIYQPSTSTSNGTSDTNTNCNN 
>Apar_comp24205_c1_seq1_fr4                                                     
FSFFCFFLKFRPRLKLGSKSIR*NPQGKTAGGYPSTF*LNV*SPLQKGGVV*HGIMFLYNMTLQRPTCIMNAVAGNFSGT
KQQEILVGRGNVLELNRLDTSTGKIFQVLSVQVFGVIRSLTPVRLTGSSKDYIVVGSDSGRINILEYDPQRNIFEKVHEE
TFGKSGCRRIVPGQFLATDPKGRAVMIASVEKQKLVYILNRDQKARLTISSPLEAHKAHAILFHVVGLDVGFENPVFACL
ELDYSEADEDPTQEALAETRQNLVFYQLDLGLNHVVRQASEPLEDIANMLVTVPGGNDGPGGVLVCVENFILYKNMGEQR
EVRVPIPRREGEAMSERAIIIVSAATVRSKQILFFLLQSEQGDLFKLSLVIDDEEVKDMQIQYFDTIPVANSLVMLKAGF
LFSASEFGNHFLYQISHLGQDSDPIFSSDSMEGEEPPTFRPRELTNLLQFSEMESLCPILDCKIAHLGEEQDVPQFYMVC
GRGPSSTFKTLRHGLEVTEMAVSELPGNPNNIWTVKKRVHDEYDSYIIVSFVNATLVLSIGENVEEVVDSGFLATSPTLN
ASTLGDDALLQVYPEGIRHIRADKRVNEWKAPAKSTIGHSAVNNRQVAITLHGTELVYFELDAAGQLNEYAERLNTDAEI
RCIAIGSVPLGRQRSRFLAVGLASNVVVIYSLDPEDCLQQLAIQAVPFEPSSLCLADMDEGSEGGEQTTQFLTIGLANGV
MLRTVVDPVSGNLSDTRTRYLGSRPVKMHRIKVQHKDAVMALSSRSWLQYPYQGRLLLTPLSYEPLDVASSFASAQCPEG
VVAIAGNTLRIISTEKLGVSFNQSSSRLGFTPRRLAIHPDSNMMVVIETDHAVQPAKEKQVNGDSMEEDDGLPEHVFGPR
RAEAGTWGSQVRLIDPSTNETTHVYPLTNNECAVSLATVQFHTSGHNYILVGTAKDLELRPRKCDGGFIYTFKLVDNAQR
LELVHKTPVTDVPGAMCAFQGRVLVSVGRLLRIYDMGKKKLLLKCENKSLPQHIVSILSMGVRVYVGDIQESWHFLKYKA
DRNQLVIFADDVSPRWTTTGCMLDYGTIAGADKFGNVHVLRLPDTATDDVDEDPSGARVTSSRGYLGGASQKLDYLNEFH
VGETIMSMQRVTLVPGGSEGIVYTTINGSIGMLCPFSSKEDVTFFQTLEMHMQQHAPPLCGRDHLQYRSYYFPRKNVVDG
DLIEQYNILPMSKKREIAADLDRTPAEVAKKLEDMRSRYAF**YVVVGGIGYDSVGMLWVCSGVWRTCGKAEKGGGLVGV
RDVASVSVCACKCVEWAHGILFLLFFFPFFFFPFFFLGWQAWGG                                    
>Apar_comp23593_c0_seq1_fr5                                                     
GWVRVGTGVG*RGFYI*TQ*CSIKPPSLRAPRYGGNQAGTMFCAYKTTHQSSAVEFCLEAHLTGPNDNNLVVARTDVLEI
YTLRERLSKDGGAQSEDGHGTAHLEVVGRYPLHGNVVGLAAAAMGPGKTDLLFLACRDAKISVLSFNPAQHHIQTESLHW
FEDDDLRKGRVTHTTPTLLRTDPSHRCAVLLCHGVNLAVLGIRRPGDLEETLEDNVDGPDSLGLVRASYMVNLHSLKEID
ENINIRFVHDICFLEGYFEPTLLILYESVTTWAGRVSVRSDTVSILALSLNSITREHHVVWQMHNLPFDCRRLQAVPRPI
GGVLVFGANVIIYLNQSTPTYAVSLNEFAKSAHYSLEEQEGVVMTVDQSRSTFIAPDRLVLATKSGDIYVMTLMTDGRNV
KKLEIHKAGASVLPHAVCTLTGNYLFIGSRMGDSLLISYQEKLPMDTPKVLQKATEKETKRRRLTEGDLDDDLFIYDTAY
GDTQQETTALSFKVCDSLLNIGPVRQLCLGEPAFLSEEYISKERHDLEIVTCSGYGKNGSLCVLQRSIRPQVLSTFNLGQ
NRAMWTLHDVPSPVADPSSLRDAATDLPYHQYLVISSEDDTMALSTGEELKEIESPGLMTFGPTVHMGNLGGVKYIVQLH
EDGLVLLEGMRQVHHATFDGNGYCIGGWTVDPYLCVLLSDGTLQLYVLDPAQPSLEPVNVDLPEGTFVTAACLYRDTKSL
MARKPEDELPSRPKRPHEPEMEEEDEDFLLYGESAAKSLKEEEGEKSKADTGSSPADIDVLYLAVCTSTGHLIVKTVPDM
DERFHVVDFADGCILLRDSVVHREATTPEEDTPIVVEVAIYGLGATGDYLYLMAITDGGDLFIYKGFTYVDPLESLTQGA
GSRLTVRFRKVQHEILLRKMEDVKDAWAYGAPMKNGAGLMMDKETDKDFNERLEDAVRDHRRKLFPFSNVSGYNGVFVAG
DRPNWILCTRKGLRIHPMHVESRVLWFTPFHNVNCQNGFLYFNENHDLRICQLNQYLLYDSPWPCRKVPIRRTPHFVAFH
VESKTYTMAVSTERPVTEKARSTNETVDRIPEPLPKKPRYIYATDPKFDIILITPLTWEVIHTHELEMFEHVTSMETVTL
RSGETASGLKAFVAASTVKAMGEDTSARGRVLLFEVIEVVPEPDRPQTNHKLKCVYNQEQKGPVTALTHACGQLITAIGQ
KIFIWAFMDGNLVGRAFIDTMMYIHRLIPAKSFILAADIFNSIYLLRYQEEDKSLSLITKDYDRLPVMTAGYIVDDFALG
MVVTDTWGNYMIFHYMPEDPESRGGTRLLRKADFHVGSRINSMVRIGMRDLPGDKFAKVRHLNYIGTMDGGLGFVAPVAE
KTYRRLNTLQSRMVTQLLHVAGLNPRAHRLYQPMASTGSNPCRNILDTDLLGLYAYLPASLRKDLARQIGTSPGQILQDL
QEMEHATALL*DVLMRPCRYVFWQPIRRVGSLLVCYGEQRKHTSFNSYISL*TLAM*IA*VINYLNE*HYNYQQRTM*HG
*CRCCSSMKMAGALWKCDIY*FGIT*AVKCGGVVPTTYSDIE                                      
>Apar_comp14417_c1_seq1_fr6                                                     
QTFFMVCGSEDDLEVVGGSALGTDVQSVLCATVKEGVFVQATSRSVRLIGHRTSTDSATPEFDLLWEWLPSNGQRINVGA
CNSQNLLVGLGGGLLVLLDLHQSQPVVLSQ                                                  
>Apar_comp14417_c2_seq1_fr6                                                     
KGQGVVIVGEHTISHCWEGKLQTIPMQATIMKCWAPDHTGTRYLLADYNGVLSVLFVNVDPNLQVTGIRIERLGETTQAS
CLSLLSPDTVFVGSTLANSNIFRINSTADASTDSYLSRRDTFQNLGPVMDFCVVDYEGLGQGQVVTCSNHGRDGSLRVVR
NGIGVTTLAEIDLAGLSGAWSLETAPQSNRHHLLC                                             
>Apar_comp22455_c0_seq1_fr6                                                     
ETLTPKPAI*LA*LSVCSERLYKTYKETRHHRARPFQLFFI*APGLSAAVAIFTTEGT*VPHTIANMLSGDHDGDLGSSG
LKQEGGGLSGFNYIVTAQKPTAVNLVCTGHFTSEHELSVIVCKMHRIEIHKVTTEGLTPVLEFPVYGGVEVMELFRPANE
DKDLLFLLTDSFQFCVLHYNEKEKQIETRAYGDATDRVGKPAEQGVIGHIDPLNRMIGLRIYHGVYKVIPIDSATGRLRD
GFNVRLEETNVLDMVFLHGYAKPTVAVLYEDTRETRHIKTYEVLIKDKELPPGPWTQGNVEGAANILIPVPQPYMGVIVL
GEHTITYVNGEAPVAIAMDNTIMTSYEQIDKQGLRYLLADYVGNMYILVLTVRDNKVVGLELNWLGETSTASCLSYLDNR
VVYVGSKYGDSQLVRLNADKDPETGSCIEVLENYTNLGPIVDFCVVDYERQGQGQLVTCSGTGKDGTLRIVRNGIGINPL
ATLDMSGVKGIWALGANSMGGGDSMLCMSFVGSTTFLLLEQDGELEMIDVPGFVADTPTIYCGSVVDDGMLQVTPRGVRL



ASASTRQLLSEWTVPGDRSVTVAACNGTDLLLGIGGHHIAYLTVAGGTVREVAVRAMPHEVACVALLPPTEGQSNSGTCA
VGLWDISVHVLDLSTMQPITIEHLGGEILPRSLLMLPMEGVDYLLVALGDGSLLHFVYANRRLSERKKLSLGTQPLELTA
FRSRDSTCVFAASDRPTVIYSSHRKLVYSNVNVKEVQHMCAFDSAAYPDSLALVSVDTVTIGTIDEIQKLHIRTIPLGEQ
PRRIAFMEDTNTFGVITMRTVVMEGEAKQAHYLRLFDNQTFEVLDSYQLEADEEGSALLCMRFQDSDKTYFVLGSAYVLP
GEDEPTRGRILVLEVTEGSGSVGPKLQLVSSNEVRGAVYSMSDLGGRLVAGINSKINIFRWQEKTEGAERGWELFPECGQ
HGLIVALFVKSRGDFMLVGDLMKSMSLYVYKQLGSTIERLAQDVPSKWMTAVEILDDDLFLGAENMGNIFTLKKNSEIAS
DEDRERLEMVGAFHTGEFINAFRHGSLVMRVQEDNPNTIHPSIIYGSISGAIGVLANLTEEQHHFLSDVQTRLTKVIKGV
GGFSHSNWRKFRNMQKETDSYGFIDGDLIESALDLSPAQLEEVVKGLTIPDKEARAHGGGQADRPVTVSDLVKYIEELSR
VH*VGYVCDIY*WKVCKKGLGLG*MWAGTGRNANSVLFTCSKVKVLILVLSMLGRGW*ISNISNMMDCRITDKTRAETRS
T*GTRLCNRLYFAMHAEMAWNASLHMSELVIYDTLMPLTLVGCTTVLFVVAFLVVLHSSYEISGFHEFSQQ*NLLHDAVP
LFPSQVK*NLCLMMARV                                                               
>Apar_comp22455_c0_seq2_fr6                                                     
ETLTPKPAI*LA*LSVCSERLYKTYKETRHHRARPFQLFFI*APGLSAAVAIFTTEGT*VPHTIANMLSGDHDGDLGSSG
LKQEGGGLSGFNYIVTAQKPTAVNLVCTGHFTSEHELSVIVCKMHRIEIHKVTTEGLTPVLEFPVYGGVEVMELFRPANE
DKDLLFLLTDSFQFCVLHYNEKEKQIETRAYGDATDRVGKPAEQGVIGHIDPLNRMIGLRIYHGVYKVIPIDSATGRLRD
GFNVRLEETNVLDMVFLHGYAKPTVAVLYEDTRETRHIKTYEVLIKDKELPPGPWTQGNVEGAANILIPVPQPYMGVIVL
GEHTITYVNGEAPVAIAMDNTIMTSYEQIDKQGLRYLLADYVGNMYILVLTVRDNKVVGLELNWLGETSTASCLSYLDNR
VVYVGSKYGDSQLVRLNADKDPETGSCIEVLENYTNLGPIVDFCVVDYERQGQGQLVTCSGTGKDGTLRIVRNGIGINPL
ATLDMSGVKGIWALGANSMGGGDSMLCMSFVGSTTFLLLEQDGELEMIDVPGFVADTPTIYCGSVVDDGMLQVTPRGVRL
ASASTRQLLSEWTVPGDRSVTVAACNGTDLLLGIGGHHIAYLTVAGGTVREVAVRAMPHEVACVALLPPTEGQSNSGTCA
VGLWDISVHVLDLSTMQPITIEHLGGEILPRSLLMLPMEGVDYLLVALGDGSLLHFVYANRRLSERKKLSLGTQPLELTA
FRSRDSTCVFAASDRPTVIYSSHRKLVYSNVNVKEVQHMCAFDSAAYPDSLALVSVDTVTIGTIDEIQKLHIRTIPLGEQ
PRRIAFMEDTNTFGVITMRTVVMEGEAKQAHYLRLFDNQTFEGSQTLSWSVVY                           
>Apar_comp22455_c0_seq3_fr6                                                     
ETLTPKPAI*LA*LSVCSERLYKTYKETRHHRARPFQLFFI*APGLSAAVAIFTTEGT*VPHTIANMLSGDHDGDLGSSG
LKQEGGGLSGFNYIVTAQKPTAVNLVCTGHFTSEHELSVIVCKMHRIEIHKVTTEGLTPVLEFPVYGGVEVMELFRPANE
DKDLLFLLTDSFQFCVLHYNEKEKQIETRAYGDATDRVGKPAEQGVIGHIDPLNRMIGLRIYHGVYKVIPIDSATGRLRD
GFNVRLEETNVLDMVFLHGYAKPTVAVLYEDTRETRHIKTYEVLIKDKELPPGPWTQGNVEGAANILIPVPQPYMGVIVL
GEHTITYVNGEAPVAIAMDNTIMTSYEQIDKQGLRYLLADYVGNMYILVLTVRDNKVVGLELNWLGETSTASCLSYLDNR
VVYVGSKYGDSQLVRLNADKDPETGSCIEVLENYTNLGPIVDFCVVDYERQGQGQLVTCSGTGKDGTLRIVRNGIGINPL
ATLDMSGVKGIWALGANSMGGGDSMLCMSFVGSTTFLLLEQDGELEMIDVPGFVADTPTIYCGSVVDDGMLQVTPRGVRL
ASASTRQLLSEWTVPGDRSVTVAACNGTDLLLGIGGHHIAYLTVAGGTVREVAVRAMPHEVACVALLPPTEGQSNSGTCA
VGLWDISVHVLDLSTMQPITIEHLGGEILPRSLLMLPMEGVDYLLVALGDGSLLHFVYANRRLSERKKLSLGTQPLELTA
FRSRDSTCVFAASDRPTVIYSSHRKLVYSNVNVKEVQHMCAFDSAAYPDSLALVSVDTVTIGTIDEIQKLHIRTIPLGEQ
PRRIAFMEDTNTFGVITSRSPFPT**RHKEK                                                 
>Contig2120_Corallo_2_fr5                                                       
GTEVKVCDTRSYGALQ*IMSYNYVATAQKPSTVTHLCHGYFTGGKTPNLIVGKTTYIEVYDVTPDGLSLVMEFNIYGRIS
NMMLVDGGEQIDSRSAGSTPLLAIATEKYSFCLLKYQKENGIIVSVATGDVEDKIGRPVETGQFMIASPDNKMLALRLYD
GLLKILPLSFKSGQPLQEAYNVRLDELQVHDMVFLDEDAASKSLTLVVLSQDASDMHRVSYHTLDEDIKELITLQSPAPI
MVEMGASMLIAVPKPLGGVLVVGEQTITYLNVEIGSDDAPVQRINLQMRQTVINCYGKVDDDGSRFLIADEEGNLSIVIL
ANSNGKVEDLILERLGKINITNCIEYLDNGVVFAGSRFGDSQLIRLTSEQDESGSFIEVLQSFTNLGPITDIGIMEAQRN
GQAQLITCSGAFKDGSLRIIRNGIGIEAMATIELGGIKGVWTLQCGAGAEAFEAVVISFVSDTKVVRIEADGEISVFDIA
GFNQECMSLFCGNTAADGQIVQITNQSIRLIDQTTLQMVAEWKPTSGQPINVASCNDDKVLVAFGGNNIAYLELAKGTIT
QVQETALEHEVACLHIYEGKYAAAGLWNDMSVRLLSVPSLKETAQLIPSDGTIPRSVLLTQFEGSNYLLCGLGDGVLFSC
VIDLNSFTLMDRKKVSLGTQPMQLIEFVSNGEAHVFATGDRPTVIHSSSGKVLYSNVNVPEVTRMCQFKQAQAYEAESLV
LVTENTMVIGAIDEIQKLHIRTVPLGEMPRRLAIQNSTKSIGVITNKEDGYYLRIIDQETYDMVASHELDTDEWGVSICS
MSFAGDENVYYVVGTTYVLPEQDEPDMGRVLIFSYSEGSLELVSTTNVDGAVYTLNEIRGKLLCSINSRVHIFQWKSEQK
AMSLISSLGGSIMALYVKRRGDFIVVGDIMKSISLISYDGNQTMTEIAKDCNANWMSAVEIIDDDTYIGAENGFNLFVCH
RNADAATDEERSRLEVVGEFHLGEFVNVFRHGSLVMQLPEESEQGIRPSLVFGTVSGMIGIVAHLTAEQYQFLWKLHQNL
DTIIRGVGNFDHGAWRAFRNERREADARGFIDGDLIEKFLDLPKDRMPLATQNLIWTFGEKKGQNVAVEDLVRFVEELSQ
MH*MKS*VDSIELYSVKVC*VSFYCTVFLLRWCI*LLPGLTICSSCML*CDWAMPTFS*TCLARSFSFSTYSRTLAASAF
LASATTYSNILRKTPRRRYFSSTCTLWIHQY*RAVQSDHSYVTCRQPANVLPSAVSSARM*KPLPGSLKTAFTPRFTVST
GNSIPSLSRAMVSTPCTTVSWSAAVALRIVITSAVMLKLRKDQYLY                                  
>Contig6735_Corallo_2_fr5                                                       
IHKPENRAWKQDPTLTNHDVNDSA*TWGRTMHLYHLLLKSAYGASHACQGSFSGDRVEEVVLVKNSSTIELWSLDAGTGS
ISRTDQTPLFSTITAVQSYRLLGTQKDYLLVGTDSGYFIVLERIYSDRGLCWKRVVAEPLARSGLRRQGSGTYLAVDPKG
RAVMSAGLERIKFVHTVTPGSDAKKDPLVVSSPVEAHRPHVATIDLVAVDVGFENPCFVALEINLEDDKSNVDRTKSTDC
IQNLNTYELDLGLNSVVRKRTIALQSPGDSQGRRATKLISIPAKDAEGSGSGVLVCFEDGRIKFHSVKELRSSKTSQSRS
IVPGSSVYLPTSASDNDFQLSTLVIVATALRTQSMMIVLLQTETGDVFRVHLDDERGTISRVTHFDIVTPSVSILIFRSG
FVFCLSERERHSLYTIVDLEAETELRREGAVVRVEERRPDERGYKCLEESQTVTGLACVRGARALNVQGTVATADRTRLF
EQNTTQSDATDREMANTWLCWGGSGHGGHGMISIVTYGMPTTQVASSRLPAKPLSVFTLTTAKLSNRSREDVPYHSLLLL
SFEDATLILSIGEGSVAEAVDTGIKSDCATLHAAEVGMSGAILQVTSSEVYVVHDSEISATWHAPKGCRITMAASNRSQV



VVVLDGFTIVYMEYALEEMRGNRNVSGASKKILSEFGERKALDHQVTCLSLESLSVGRRRSKFLAVGCKDRSVRILSVRP
DNCLQQVSLQLLQAVSTSVVIQTVTKEDIIRESRAENEEDGTVMTAAISRSSNLMLLVGLENGVLVRSVLDATDGSLGHT
RLKFIGPARLKLRRMRLSGRLDHYGVLVIADRPWLVSPSSEHQGKMTECPLYTSTGPGKSNFQDCAAFHSDQCIFGACAI
EGQNLNIFYVSDFSSQFTAVDIPWQDHQIAKVNEMYTPSDSDGPAYIAFGNQRRDHRSLDLRTALQLPDDRGKMNGASKK
ARVDSRIYTTSSLRSIDFFEGWSAPPRMEVLQDFADGITCLTMASTGDIALISQLLEEHHGGEIEPWMTQTGGRKKATKG
DAGHRPGRSLVVVSTARDVLYAPRPKFSACGLATFLIKERVDTQVADELDEEGDLSEVQLLHETPLETLCSRVSFLGNRV
AVATGRHLRLYAIGKTKLLKKCEVVAVPNSIVTLEALPASNRFICGDIQQGHFIVEYDPAANLMVRVAEDCLPRWCLTDC
ALDYATIAGSDKFGNIWISRLPDETRMRTVAASASTLIRQQAAGANLTTNPVSSMTASLASLNELSKAENMPQLGVQCEF
YVGEPVVALMPTVLVPGAPSVLLYVTVSGAMGLLAPMQSRHEVEVMQQLEMLLQHQHAEAADQLKLAMRDHRAYRSMYQP
VKGVVDGDLCERWFALDLETRTAIAGELNLEEFELRTKLEELRQRVAF*YLWF*KISDVQCRCIHTIYSGLN*SECPCFD
IKMPESVPYHIKNL*TPSVRDFRTPCAVPLPRGPRTTVGSPTLRSSLPTPP                             
>Contig5337_Corallo_2_fr6                                                       
EIFNVYRVARPFLPKDQNCDVLLLHMRDDNFACVEYDPSRHDLRNVSLHHFGYAAVYGGRRHLQGPKFMRMDPLNKVLVS
MLGSRRLAVFPVLDESDDTLTQAELSGKVRGPVFGATYLLNLDSIVEETGVIMDMCFLHGYTIPTLAILQEANTPAWSGK
LNPSNDSMTISVISFDLALRKHTVIWSVKRLPYDCLAIEPVPRPLGGLLLLCKSACVYLDQGKPPLGVFLNHTCATKYPD
LNLTANKSKPFRLVDPRLHRLDMDRYVIGTATGEIFSVRLHGDSRTCRGMQVQKVGQSVPCTEMFRVDDDHVFIVSQSGN
SMLVKVVKQYGSGTEVKTEEQNGEEDGPSVKKLKLDDVKIKEEDADGDDEDERLFYDDEEDNRGRSNGTVGGTGSEFVYT
FQVQDQILNLGPVKGVSIGERLNISRSFMDETNPQVDYVATAGGGRSGSLLVVSMHHIPQVVTTFELPTYYSVFSVPGAA
SSVSDAYSGNTAPTSLIPHHTHLLLSSNSRTAVLSCGDEFTEVNNVGFVQTESTIGLVQVHRVKNWVVQITKTRLVLIDV
PGKKKLSETNLPAGKTLRNYSGAGHRVLLVWHDGSITLAEVNITAKGRSKPKVGLTDVASNLADMTAVFMYFDEDGFLGG
WQDRFHAEGVSAGAKGAAGKATDKDGAAPTTQEDDLDDEDALLYGDDDDDDAVPVGAKEDEEDDRTVKDEGKGIEAHSHR
ATYIFGITKDDRLTIVSLPDFEVVYRSNSMQNNVKCLRNLKIGAKALDIPDAHLDEDAKLSPPVEICVAPMGFRSRPVVI
VLRASGQLNMFEAIDFVPHYVDIQALRSLQTDVSTVADDNHDRPTKGAVPLRFISVGSDYLRQLDTSEADDEAQKVFFNP
EEEDDVMKAQTEMKEAKKFKGVNLLVPFTKLAASDGSRIRGALVLGEYPTWVFLTNKNGAQVQPIALEASVQSFAPLHNV
NVPFGYCYFNARGSLRICQIRSNSLTQFPLPLLKVPLRSNSHGLAYHPESKTYVVITSTPQRWKDAPRMNNEERLREVRE
EEELPEMFAYPTEEVYTVKLVSPLNWTVIDEHEMRPLERVVDVKAVSLKSQTAGGQLREFVAVSTVGAAGEACSARGRVL
IFQIIAVNPQPGRPETNHKLKLLYDKEQRGPVTQIHDCGGHLMTNIGQKIIVQEFEDSGDTKLSGRAFVDTQIYLNNIIV
HGQVAAVSDIYCGVRLLHYAQEDKTLALASRDPHHRLTYHLNWFVEGKNLAILSTDEDGNCYVQTYEPLNTETDFGSYLY
PRIAFNIGDAYGAGTRYRCNPSIDPKTGQVRLSTRHANLLGSVSGSFAVVLPIPEKSYRR                    
>Spom_NP_594414_1                                                               
MDTFPSLFLYSLTIQNSNYVQSSCAASLSGKKAQEIVIATESRLLIYKVDATDGRMNCILNQNCFGIIRNVAPLRLTGFK
RDYLVVTSDSGRITILEYNVEKNKLVPIYQETFGKSGIRRVVPGEYLAIDAKGRAAMIASVEKNKLVYVLNRDSEANLTI
SSPLEAHKANNICFHLIGLDTGYANPIFAALEVDYSEIDHDSTREAFTSSEKVLSYYELDLGLNHVVKRWSKVVDRNSYM
LIPVPGGNDGPSGTLVISNGWISYRHLQKAFHQIPILRRQAASANAISTPWNQVNSNSANDGPLIVSAVLHKMKGSFFYL
LQTGDGDLLKLTIEHDGQGNVVELRLKYFDTVPLAVQLNILKTGFLFVATEFGNHQLYQFENLGIDDDELEITSLDFQAQ
DNEVGTKNVHFGVRGLQNLSLVEEIPSLYSLTDTLLMKAPSSGEANQLYTVCGRGSNSSLRQLRRGLETTEIVASELPGA
PIAIWTLKLNQTDVYDSYIILSFTNGTLVLSIGETVEEISDSGFLSSVSTLNARQMGRDSLVQIHPKGIRYIRANKQTSE
WKLPQDVYVVQSAINDMQIVVALSNGELVYFEMSDDVEGGQLNEYQERKTLTANVTSLALGPVQEGSRRSNFMCLACDDA
TVRVLSLDLYTTLENLSVQALSSPANSLCIIPMNVNGVSTLYLHIGLMNGVYLRTVIDVTSGQLLDTRTRFLGPRAVKIY
PITMKNQNTVLAVSSRTFLAYSYQQNLQLSPIAYSAIDHASSFASEQCPEGIVAIQKNTLKIFTVDSLQDDLKSDIYPLI
CTPRKIVKHPNFPVLYILQSERNFDSFKYAQENGDVGSSYTKEKQNEHTSKSWVSFISVFDMISKKIIHESPLGDNEAAF
SMTAAFFKNRDEFFLVAGSATNMDLECRTCSHGNFRVYRFHDEGKKLELISHTEIDGIPMALTPFQGRMLAGVGRFLRIY
DLGNKKMLRKGELSAVPLFITHITVQASRIVVADSQYSVRFVVYKPEDNHLLTFADDTIHRWTTTNVLVDYDTLAGGDKF
GNIWLLRCPEHVSKLADEENSESKLIHEKPFLNSTPHKLDLMAHFFTNDIPTSLQKVQLVEGAREVLLWTGLLGTVGVFT
PFINQEDVRFFQQLEFLLRKECPPLAGRDHLAYRSYYAPVKCVIDGDLCEMYYSLPHPVQEMIANELDRTIAEVSKKIED
FRVRSF                                                                          
>Spom_NP_593580_1                                                               
MTYVTYLHKPSSIRNAVFCKFVNASSWNVIVAKVNCLEVYSYENNRLCLITSANIFAKIVNVKAFKPVSSPTDHIIVATD
SFRYFTLFWDANDNTVSNGIKIQDCSERSLRESQSGPLLLVDPFQRVICLHVYQGLLTIIPIFKSKKRFMTSHNNPSLHD
NFSVRIQELNVVDIAMLYNSSRPSLAVLYKDSKSIVHLSTYKINVREQEIDEDDVVCHDIEEGKLIPSENGGVFVFGEMY
VYYISKDIQVSKLLLTYPITAFSPSISNDPETGLDSSIYIVADESGMLYKFKALFTDETVSMELEKLGESSIASCLIALP
DNHLFVGSHFNNSVLLQLPSITKNNHKLEILQNFVNIAPISDFIIDDDQTGSSIITCSGAYKDGTLRIIRNSINIENVAL
IEMEGIKDFFSVSFRANYDNYIFLSLICETRAIIVSPEGVFSANHDLSCEESTIFVSTIYGNSQILQITTKEIRLFDGKK
LHSWISPMSITCGSSFADNVCVAVAGGLILFFEGITEVGRYQCDTEVSSLCFTEENVVYVGLWSADIIMLTYCQDGISLT
HSLKLTDIPRSIVYSQKYGDDGGTLYVSTNNGYVLMFNFQNGQVIEHSLRRNQLGVAPIILKHFDSKEKNAIFALGEKPQ
LMYYESDKLVITPLSCTEMLNISSYVNPSLGVNMLYCTNSYISLAKMSEIRSLNVQTVSVKGFPRRICSNSLFYFVLCMQ
LEESIGTQEQRLLSFLRVYEKNTLSEIAHHKFNEYEMVESIILMNDDKRVVVGTGFNFPDQDAPDSGRLMVFEMTSDNNI
EMQAEHKVQGSVNTLVLYKHLIVAGINASVCIFEYEHGTMHVRNSIRTPTYTIDISVNQDEIIAADLMKSITVLQFIDDQ
LIEVARDYHPLWATSVEILSERKYFVTEADGNAVILLRDNVSPQLSDRKKLRWYKKFYLGELINKTRHCTFIEPQDKSLV
TPQLLCATVDGSLMIVGDAGMSNTPLLLQLQDNIRKVIPSFGGLSHKEWKEYRGENETSPSDLIDGSLIESILGLREPIL
NEIVNGGHEGTKLDISVQDLKSIIENLEKLHP                                                
>Spom_NP_595441_1                                                               



MSTIFQDLVDSTVIKNAVQGQFTSLVSNNLVVSKVNSLHLFEIEKIQKDESSFPLDDSLQNEFSTSIIDESQAFMETNMH
LIRTNEQTTYVLRLVSQVKVFGTITEISALKGKGSNGCDLLIMLTDYAKVSTLEWDMQSQSFVTNSLHYYEDVKSSNICS
SHTPTQLLVDPDSDCCLLRFLTDMMAIIPYPANEDLDMEEAAIENSKISSSYAYKPSFVLASSQLDASISRILDVKFLYG
YREPTLAILYSPEQTSTVTLPLRKDTVLFSLVTLDLEQRASAVITTIQSLPYDIYASVSIPTPLGGSLLLGGNELIYVDS
AGRTVGIGVNSYYSKCTDFPLQDQSDFNLELEGTIAIPLTSSKTETPFVVLVHTSGQFFYLDFLLDGKSVKGLSLQALDL
EINDDFLKSGITCAVPAGENLVFLGSQTTDSYLLRWSRRTTNEEVRLDEGDDTLYGTNDAEMDDMLDIYETDESVGSKRK
IAYENGPLRLEICDVLTNIGPITDFAVGKAGSYSYFPQDNHGPLELVGTAGADGAGGLVVFRRNIFPLIAGEFQFDGCEA
LWTVSISGKLRNMKSRIQAQYSNPELETYLVLSKEKESFIFLAGETFDEVQHSDFSKDSKTLNVGSLLSGMRMVQICPTS
LRVYDSNLRLTQLFNFSKKQIVVSTSICDPCIIVVFLGGGIALYKMDLKSQRLIKTDLQNRLSDVKTASLVSPDSSALFA
KLFTYNETLNAKGQIANGMNDSASETDLDIQPNHKTSNNDQMGYDQSVSADDVPEVDNTIVTEKNVSNLDQESLEKHPIL
FALTDEGKLKVYNLADFSLLMECDVFDLPPTLFNGMESERTYFNKESSQELVELLVADLGDDFKEPHLFLRSRLNEITVY
KAFLYSNTDKHKNLLAFAKVPQETMTREFQANVGTPRDAESTMEKKASSSVDHLKMTALEVVGNHSAVFVTGRKPFLILS
TLHSNAKFFPISSNIPILSVAPFHAHHAPQGYIYVDENSFIRICKFQEDFEYDNKWPYKKVSLGKQINGIAYHPTKMVYA
VGSAVPIEFKVTDEDGNEPYAITDDNDYLPMANTGSLDLVSPLTWTVIDSYEFQQFEIPLSVALVNLEVSETTKLRKPYI
AVGTSITKGEDIAVRGSTYLFEIIDVVPQPGRPETRHKLKLVTREEIKGTVAVVCEVDGYLLSGQGQKVIVRALEDEDHL
VGVSFIDLGSYTLSAKCLRNLLLFGDVRQNVTFVGFAEEPYRMTLFSKGQEALNVSAADFLVQGENLYFVVADTSGNLRL
LAYDPENPESHSGERLVTRGDFHIGNVITAMTILPKEKKHQNAEYGYDTGDDFSCVMVNSDGGLQMLVPISDRVYRRLNI
IQNYLANRVNTIGGLNPKSYRLITSPSNLTNPTRRILDGMLIDYFTYMSVAHRHEMAHKCGVPVSTIMNDLVELDEALSY
M                                                                               
>Tmel_XP_002841831                                                              
MEDLNSHAWVNGQLRTGDTQQEQFMAQNLNNDVLSHSPERPPGYGLMSRTLVHSPVIKQIIPARIRNRELNDVAFIGETF
IELHLLTDDGKLRQVGSKTDFQANIRHARVFGSPRKNFYSPQDTIFKQELATQSQDDVVMRGVGEGGVNGGIVSGAAQGD
DSKPLLPPHILALTLDSGHLAFVYAKSSEEQGEVNFVVSMKRIDQKGIRTETLGKSIAVDPRYTVAPLPSPMIGQSKLMN
IDRGRWLLLRIRTRSGCTLSILSRYWSGNCGKAFL                                             
>Tmel_XP_002841830                                                              
MSGNASFAKIAFPPAPPNGQRRSLVTSWARPLRTPQYAYDHDDMYLAMEDGDIYFLEVDTQGPNLIQLANKACRLDCSIG
TAFASLDFGLNKNDMLVAGGEMSSGGVYLLKIGPHPAETEPKLEESVANWSPVFDFELVNLPAQGHASGKVERDRILACT
GRGDHGAITELRYGIQARIQGSADHQMRGVRRLWVLPDCSDVGYFLFSSLPDQSNLCFLKPDGEWEDASDLELLDMNETT
LAAGAVGKHSVQVTPSTINIAQLKHASLANHREVSRDVEMADEPQLSILRCRCGGGDVIVAAALKGNYIVVATRNGFLVK
LTLATIVVDENIEDFLNPIGIPTSLAEEPTFISVLEINGRILAAVGTRQATIQLFLFDFSNGLVPLLEKSMMSDSCQGEQ
DLFICECAVIIRANGTARLLCGLRGGTVVVMDIQWQRGLSLERIDGIKFGPTPVQIYPDVGRSDSAFILAGPELFRFDLP
SGNFRASQVVFEESEVEPSLVAFVQIDTSPDPENIVVGVTKDQIFFADVGESEKVCVRRLRLYETPRRLLFYKPLNVLIV
ACSRTASDDPRVESEKHIPGKRKSFCSLRFIDPRT                                             
>Tmel_XP_002838477                                                              
MSGNSNMFMYSLTVLQPSAITQAILGAFSGKKQQEIIVAQGSRLSLLRPDAAQGKVHSVLTIDVFGIIRCLAAFRLAGSS
KDYVIVGSDSGRITILEYQPQVNKFHRLHLETFGKSGVRRVIPGQFLACDPKGRACLISSVEKNKLVYVLNRNAQAELTI
SSPLEAHKPHCLVFALVALDVGYDNPVFAALEVDYGESDQDATGVAYENIEKMLVYYELDLGLNHVVRKWSDTVDRSANI
LFQVPGGTDGPSGVLVCAEDSIYYRHMGRSTHRVPIPRRRGACEDPNRRRTIISGVMHKMRGAFFFLLQTEDGDLLKVTL
DYDDESGVSRIKVKYFDTVPIASSLCILKSGFLFVASEGGNHHFYQFEKLGDDDEEIEFSSDNFSPDPLDRTVPIYFHPR
APENLSLVEAIDSMNPLVDCKIANLTDDDAPQIYTVCGSGPRSTFRTLKHGLETTEIVSSELPGVPSAVWTTKLTNGDEF
DAYIVLSFTNGTLVLSIGETVEEVTDTGFLSSAPTLAVQQLGEDALLQVHPKGIRHIRADRRVNEWPAPQHRSIVAASTN
SRQVAVALSSGEIVYFEMDSDGQLAEYEEKKEMSGTVTCLSLGEVPEGRVRSSFLAVGCDDATVRILSLDPDSTLESKSV
QALTSAPSSLCIMSMPDSASETSRSLTLYLHIGLYSGVYLRTVLDTVTGELTDTRTRFLGPKPVKIFKVIAQGLPSVLAL
SSRPWLGYSDARGQFMLTPLTYPMLEWGWTFSSEQCPEGMVGIQGQNLRIFTIEKLTDNLQQESIPLSYTPRKMLKHPDQ
PVFYVAEADANTLSVATKQKLMNSAQNGDTNELAPAEFGNPRGEGHWASCISVVDPISKEVTQRIELEENEAAFSIAAVS
FSSQDDEWFLVVGTGKDTCLSPRKSANGYIHIYRFLNDGKELEFIHKTKVDEPPLALLGFQGRLLAGIGKDLKIYDLGMK
QLLRKAQGQVAPNVINGLQTQGSRIIVSDVQESVTYVVYKYQDNRLIPFADDMIPRFTTCTTMVDYETVAGGDRFGNFWI
VRCPQKASDESDEDPAGGHLIHERSYLQGAPNRLNLMCHFYPQDIPTSVQKAQLVTGGRDTLVWTGLQGTIGLMVPFVSR
EDVDFFQTLEQHMRTEDAPIAGRDHLIYRSYYVPVKGVIDGDLCENYSLLSRDKKAMIAAELDRSVREVERKIADMRSRV
AY                                                                              
>Tmel_XP_002836950                                                              
MPEVYTELTAPTSVSFSLKLPFTSATSENVLVAKTSLLQIFTTTTYETELNSALADAKQPGDIDRRILDADEEQTFAADI
ALQRSQVESVTKLVLVAEYPLSGSVTGLQRIKLLSTRSGGEAVLASFKDAKCSLMEWDPETNSITTISLHYYEREEFCSP
VVSDGLPTELVADPGSRCAALRFSGDMLAIIPFRQREDEELSLGRGDADEVMGDEDGDNDDWDPEMAGTARGEDTIMGEG
DVKTTDATEGKDRPYHPSFVLSVSQLDDAISHVISLTFLHEYREPTFGILYSPRRTWTGLLAAEGRKDTISYIVITLDLE
QKASTPILSVSGLPYDIFKVVPLAPPTGGSLLVGGNELIHVDQAGKTTGVAVNPFCRRSTGFAGLADQSDLCLELEGSQV
VELESEGGDMLLFTKRGEGVIVGFRMDGRNVSGVKITKLNNHPGSIVGGRVSTAVGLGGRRLFVGCIEGDARVLKWRRKG
ERKKAGEGIKEEVLENEDEDDVYGALEDMDDDLYGGGGDSSFRKDSLTNGRRNSEAKSQGEYIFQTHDRLTNLGPFRDIT
LGKPTFPEESRERQKGVSPELELVTTSGPSNTSEDSGISIIRKSISPTIVGRFDFPQCQALWTVRARSANTSNAAVGLGG
EEDDRSVEESFDRFLFVTKNDESQVFRVGDTFEEVRGTDFESEGETIEVGVVGNGMRIVQVVSEQVRVYDCDLQLSQIIP
MFDEETGEEGPNVHRARVCDPYILLIKVDGSPAVYKMDSTNLELAEERADAIKFDKYQSGCIYASTKGIFIPLDAPVENV
KDYLLFLLTVEGGLQIYDLSNPVTPLFSAESFNTLYPLLRTDNPTSPTANREKHRSKQLIIEILVADMGDSIFKEPYLIA



RSSNNDLTFYKPFISSSPSTLRFIKSPNPHIASNELSLSAGTKNIFRPLTAVYNLAGYSAVFLPGADPSFVIKTAKSSPR
IHKLAGTGVRSLSSFHSAGADRGFVYVDSLGIVRVALMPAEFTFDGNWGYKKVTPGEHVQSLAYFPPMNVYVISTSKRQP
FDLAEEDGNIAKDDTTLQPEIDSGTLKLLSPQTWTAVDEYKFAHNEIALVVKTISLEVSEHTKERKQLVSVGTAIFRGED
HSARGGIYVFEVIEVVPEPNRPETNRKLKLVTREEVKGTVSAICGVNGYLLAAQGQKIMVRGLKEDQSLLPVAFLDMCLY
VSVAKNLDGMILFGDFMKSVWFAGFSEEPYKMTLFGKDTQKLEIISAEFLPDGNQLYFVVVDAESNIHTLQYDPEHPKSL
AGQRLIRRADFFSGHEISTLTMLPFSPYSLSASSNSHLPADATDTSPLHHHHQNQQQQQEYFVLAGTQTGSLAMIRTIPE
TAYRRLNIVQGQIVNGEEHVAGLNPREYRAVVNYSGGGGGGAGGGGWGGSGGGVGGDTMRGVLDGGLVSRWIGLAEGRKG
EVSAKAGCGVQGIRGDLKRVVELEVGYL                                                    
>Tmel_XP_002835634                                                              
MSYLATIYEASSVRIAIKAEFLTVGETSLIVAKTSHIEVYKLDGPGIVLEDKFPIYGRVIALAAFRPVKSATDHLLIVIG
KVNYQYFTISWDPVAKKPKTEHMAVNFSEYNAPLSDSFQCLADPGKNMLGIHVYKGIFLVIPQIQQSIKGSRRSRADLDV
GNIGNPCVVRLKELEILDLKFLFGTISPVLAVLYKPSGADEMAVNTYELSVKSGEVKLLDWRIRDLKGGREALFLIPVRP
PSNGLLLIGVTKIQYFDNYGNKTFLPVDPPMVWVTWEMLSPERYILGDEAGGLHMLTLSAGLMDTKVGLHLKLVGNASIP
EILVHLNQGLLFLGSHSGDSQLLQLYQNGIKPMVRVQQVLRNIGPIVDFRVMDLDYSRSDEVMRQYSPGHIRFLSASGGH
TQGHLRTIRSGVGLYDLGFLGEMSGIRGLWSLRSIPGSSFDDVLVVSFIEETRIFKFDNSGEIEELYEFMGFALNQRTIL
AHSVVGGRFLQVTATAVKLVDVRSNTLIAESYPDKSLTITIASANQDLLIYAMGPTLVLLNLARDLEEHIRTTFENEISC
LNMPSSPSTICAVGFWTVSLVLILSVQSFSILSQEILSQEDSAATPRSLLFARLLENGPPTLLVALGDGSMFTFALNETT
CGLSERKHIILGAQPIRFQSIPGGNGGVTVFATCDHPSVIYGSDGRIVYASVTADKPTYVTSFNSPSFPDAVVIASEDDL
KLSVVDPVRTMHVQSLPVGDVVRRIAYSKEKNIIAIVTVSKVPDTRTGDYLYSSCIRLVDNTAFSVVDSYELNQLELVES
LASGKICGGNGLLSEGFLAGTVYPGGGRDESEKGRIIVFNASETKRIKLIVSYDTPGSVNGIQIVGEGKFVAAIGREIHL
YSLKYTDIQSKTAASESVGATGCTITKLASFKAHSTPLDVAVYNDIIAVCDFMHGPSILQHIEDKENKSSEFVEVARAPK
PSWLTALELLDEKTVFCADTDGNLVVWQRQLSGVTEDDRKQLQQIASMKIGEDIDRIRRICNQTLAGSRVQPKAHLSTVD
GAILLYGRHSKLP                                                                   
>Ncra_360NCU00396                                                               
MFLYSLTIQPPTAVTQALLGQFSGTKEQQILTASGSRLTLLQPDPRQGKVNTLLSHDIFGIVRAIASFRLAGSHKDYIIL
ATDSGRITIIEYLPKTNKFQRIHLETFGKSGVRRVIPGQYLAADPKGRACLISALEKNKLVYVLNRNSQAELTISSPLEA
HKPGVLVLSLVALDVGYANPVFAALELDYTDADQDPTGQAREEVETQLVYYELDLGLNHVVRKWSDTVDRTSSLLFQVPG
GNDGPSGVLVCGEENVTYRHSNQEAFRVPIPRRSGATEDPQRKRVIVSGVMHKLKGSAGAFFFLLQTDDGDLFKVTIDMI
EDSDGNPTGEVKRLKIKYFDTIPVATSLCILKSGFLFAASEFGNHHFYQFEKLGDDDEELEFSSDDFPTDPTASYNPVYF
HPRPLENLVLVESIDSMNPQVDCKVANLTGEDAPQIYSVCGNGARSTFRMLKHGLEVSEIVASELPGTPSAVWTTKLTKY
DQYDAYIVLSFTNGTLVLSIGETVEEVSDSGFLTTAPTLAVQQMGEDGLIQVHPKGIRHIVQGRVNEWPAPQHRSIVAAT
ANENQVVIALSSGEIVYFEMDSDGSLAEYDEKKEMSGTVTSLSVGQVPEGLKRSSFLAVGCDDCTVRILSLDPDSTLEMK
SIQALTAAPSALSIMSMEDSFGGSTLYLHIGLHSGVYLRTVLDEVTGELTDTRQKFLGPKPTRLFQVSVQDQPCVLALSS
RPWLGYTDPLTKGFMMTPLSYTELEYGWNFSSEQCLEGMVGIHANYLRIFSIEKLGDNMIQKSIPLTYTPKHLVKHPEQP
YFYTIESDNNTLPPELRAKLLEQQSNGDATVLPPEDFGYPRAKGRWASCISIIDPISEEPRVLQRIDLDNNEAAVSAAIV
PFASQEGESFLVVGTGKDMVLDPRQFTEGYIHVYRFHEDGRDLEFIHKTRVEEPPLALIPFQGRLLAGVGKTLRIYDLGL
KQLLRKAQADVTPTLIVSLQSQGNRIIVGDLQQGITYVVYKAEGNRLIPFADDTLNRWTTCTTMVDYESVAGGDKFGNIY
IVRCPERVSQETDEPGSEIHLMHARNYLHGTPNRLSLQVHFYTQDLPTSICKTSLVVGGQDVLLWSGLQGTVGVFIPFVS
REDVDFFQNLENHMRAEDPPLAGRDHLIYRGYYTPVKGVIDGDLCERFSLLPNDKKQMIAGELDRSVREIERKISDIRTR
SAF                                                                             
>Ncra_4681NCU05271                                                              
MATFRTNVLRNGEWVTETVNIQTIFKAKSAQGPKRAEQTETPVCGLLTRTVADSQMLKSVLPVRLRSPHHNDVAFIGHRS
VQIREFQSNGQFRDILFRRFPHNIRNACVVGSFDIPDGVDDLNPAMDIEPPVKMEDQDVDLSPPSASTSQLPPQLLALAM
ENADVVFLWIGPGADGRPEFYSSTQFLFRRPPQFLNGNLGAHMAVDPSSRYMALSSYHGLFAVGELESLANFTQPQDENN
VEIVKSWRLRSVQGVIQSLTFLYPRPEDKDHIILLLIVVNSGKSRMVIYEWTLGDDLATVFAEEKRGHRLPVENQMPQLL
IPLTVGSAFIAISPEQVAVCTECLHGPPRFDTLELEAPPKSPNYYGTGKPLWTAWDRPYRLPRYLKGKDCLYLAREDGIV
VYIEVDEDHALERSTFIDAFKCNISSAFAYLFDQYADVLVLGSDNGTGSVWKIPPRDHPLRIGTLPSGAPTLDFATTDSP
SSGEKVPDPFGTSIAPSNDGQLRSPDRIFAASGHGLTGCITEYRHGLRADIGLELELEEGLKQAWLLNFSNTHGRYDLLW
TTPTRSKVWQLPDDFSELIDPEPDQVLYDLSSPTLAVAQVNGVTVQVTTASITLFKNEAQSHADEWYEAPKPTDQSQVSV
SDACVTDDWITVSTHVGPQFRIYSFKFYDTAVVSQIQFDVPGDVTSLHHSQNLGIIVGLWKDGRPYLLIRSPTTETATQD
IEEIDITERLVTSAGFTGYRDDVPLKAIGSIASVNNAILLGTRGGELIHISKEWKGTTMAYYQQLGLTAVNVTAARHSLT
ARPRVLVSCDQALIEVRLDEHGPNGSVHDLAKYRVMPVNAGDLGAPLPLVEYGVAIDIPCASEGFTPILMLAGSSAIIAE
LHQEPGPAHRYITIGKTPVKTFFSPNLRCLVVGVNEEGNKSTLMFMDPDTGKDIGRPSHKAGTPVQYIVGLGKPDDRIHG
LAEWEYKKNNGTWRYLLVGTKQGQLIIVSTEKEPSNGDHPPSIKYWTRFKKNCDGPVYSVIGHEESVIYCVDQIVHWDVL
DPVEKKLKPRKLCDLGSLALELHISGTKILALTWDGSLQMIDPALDDVIENSATLEFHDPRNVVPTSSMQIGSNVFLVAD
KDRGVGGLWQWSRTPGTHNWAEFRVLFEGTLPVSIRKFRRGRTRPTWEQGAWNAPKYGRLISTPNDAEMLGIAMDGTMYH
FTLLDQHALRLLRFIVNLYNLRGKRDEERLLHAEPNLGPTEPSHVDGDVLKTLLDAEVLQELINTEELLARFKSLLDKLD
GGKHTAEWMGEGTADQYFELAYNVLMYYLRQVY                                               
>Ncra_5815NCU06605                                                              
MAYVAPIHRPSSVRHALRINLLSPEEESLIIAKTNRIEIWKLADGHLSMIHSKVINGTITILQKLQPKDHPTDLLFVGTD
QFEYFTAEWDRETQQLKTLNRFSDPGERHMRDSQSQNKCIVDPSGRFMAMHLWEGVLSVWRLGNRKNTATTLDILVQVRL
SELFIKGSTFLYTETGIPKVAFLYRNQANSNETKLATYRLTSDDRHTEISKFDPTRDREIDADVEDPGAGILIPVKKVEE



EVKRHHFRNTEQAKPHVGGLIVVGETRLLYIDEVTKTQVESALREPSIFVAWAEYDPTHYFLSDDYGNLHLLTILTEGAV
VTGMDVSNIGKTARAHVLTYLGDDMLFVGSHYGNSQLYRLNLLSEDLSEILQLVQVLENIGPVTDFTVMDMGNRENDSQL
GNEYSSGQARIVTASGVFKDGTLRSVRSGVGLQDIAILGELQHTRALFSLQSYNSPRVDTLVASFLTDTRIFKFDPHGEI
EEVDNYYGMDLQHQTLLATNLDNGQLLQVTTAAATLLDAESGVTIASWAPEGDRQIINASANKHWLLLSVQGTTLVSINI
DNDLTVVQEKDISEQDQIACIHVAPQLSDVGVVGFWTSGTVSIIDMSTLEPIHGESLRRSADDASIPRDLVLAKVLPNAP
GMTLFIAMEDGNVVTFNIGEDLTFSGRKSVILGTREARFHLLPQQDGIYSIFATTEHPSLIYGSEGRIIYSAVTAEDATC
VCPFDSEAFPGAVILSTENEIRISEIDTARQTHVRSLELGEMVRRIAYSPSEKGFGLGCIRREVVNGEEIIHSSFKLVDE
ILFARVGKEFMLGTSSYSELVEDVIRAELPDSYGNLVERFIVGTSFLEDPDRGAGTDKRGRILVFGIDSNRDPYLVLKHE
LKGGCRALAVMGSKIVAALHKTVVISQYEETSSTEAHLVKLASYRCTTYPVDIAVHGNMIAVADMMKSATLVEYVPAKTG
GEKSEAPKLVECARHRHSAWATAVAHVEGESWLEADANGNLIVLQRNAEGVTVEDQRQLRITSELNLGEQVNKIRPIKVE
TSPNAIIIPRAFLATAEGGIYMFGTIAREQDLLLRFQDKLAAVIKTVGELDFNSYRAFRNAERGPEADGTTGPVRFLDGE
LLERFLDVDEKTQKEICEGLGPSVEQMRNMVEELRRMH                                          
>Scer_SCRT_02639                                                                
MLGLRTHGLDRYEHYIRRPSDFGKLELQDWLNHKSFRVSPNLLIDSSTTREWNEPELFYQNTEDETWVRPCVGPKLEPSM
MMLRYHDSNIGQMPQFCYPISSPINFKPVLKYILQERSELSDGFPQKYNTLIGSLFDIDKNPETLDDSDIEALDDIEMSS
DSGNVKEPKIELQALEEIQQKHFSLIVSNNGIFQTGSTSITYIQSGISGSIAIKPNNVATLILLTQPSGHLLSILPLDDG
KETYLLQYWNLGQKGQWNIIKHQNEKQFVLIHKELGICKFFEFHLPFTFQLVNNLTLTDSVIMNGSFFPTNYTDLDPYFI
IFITAIRYERIVYFVIEWNNNEIKKKEVYQLTVFDGEKTNMTIPIGLNACLVETPLKFSLVSANQIMSGETEFHSFQLKA
LKGIKSFFPAPLLLLKLQELHPHTFKKFQYCTIISSSTGNICFCVTERSTIVNGNLKFYELTRFKGLKSISPLPSNPINL
DSRSSSYVLVVISFSRTLELTLSLEDLRCLDKKDVIKPLKNITFKHTIDSSTEENSQILAFTSSKIYNTHTGSNINDTRN
SQVWLTSPNAITQPCIDYKLRKTHQLIHLKQFQIFRHLRIWKCKNLDIALLQRLGINQSNTESSLIFATDAVSNNRIFLL
DLTMTTTIDNDDPVQGLINIEDLLCDTENETILLNFTKNNLIQVTRDTIYIDPIGGDKELRKISPGWEFENVTYNDGILI
VWNAGLGCVSYIENIDAVDESGALVSNLSSSKGMSKFFKQLGTVTSVNFQIKESTDDPTKYDIWILLPDCVIRTPFSDWI
SDSLDFSDVYILSVQQALINGPYFCSLDYESYFEVHTLQNNCFKKGSRCTSRVNFQGKDIKFRSFGVNQCLAFSAFEIFV
INLTPIHDGRELDFYKLKLPHLGNYNSILEVCPDIENNQLFILYSDGLRILELSYLTSNNGNFLLKSTRSKNKKFLYLDK
INRMLVLNQDLREWECIRLSDGKAVGLDSQLLKDDSEEILEIKELPIATEDNPLEKKTVLLISFTSSLKLVLLTAAKNKI
SNQIIDSYKLDNSRLLNHLVITPRGEIFFLDYKVMGTDNEMSFNKLKVTKHCIDQEERNNTTLRLTLETRFTFKSWSTVK
TFTVVGDNIIATTNMGEKLYLIKDFSSSSDESRRVYPLEMYPDSKVQKIIPLNECCFVVAAYCGNRNDLDSRLIFYSLPT
IKVGLNNETGSLPDEYGNGRVDDIFEVDFPEGFQFGTMALYDVLHGERHVNRYSEGIRSENDEAEVALRQRRNLLLFWRN
HSSTPKPSLRRAATIVYEDHVSSRYFEDISSILGSTAMRTKRLSPYNAVALDKPIQDISYDPAVQTLYVLMADQTIHKFG
KDRLPCQDEYEPRWNSGYLVSRRSIVKSDLICEVGLWNLSDNCKNTV*                                
>Cneo_XP_571490                                                                 
MHALHQTLLPSSSIHHSLFLPHFTPSTIYPLPKPPAALDTLDVKVIGNLVVAGAEVLRVFEIREESVPIIENVKLEEDVA
EGEKDVQMEEVGDGFFDDGHAERAPLKYQTTRRLHLLTQHELNGTITGLAATRTLESTIDGLDRLIVSFKDAKMALLEWS
RGDIATVSLHTYERCSQMNTGDLQSYVPLLRTDPLSRLAVLTLPEDSLAVLPLIQEQSELDPLSEGFSRDAPYSPSFVLS
LSDMSITIKNIQDLLFLPGFHSPTIALLFSPMHTWSGRLQTVKDTFCLEIRTFDLSSGTSYPLLTSVSGLPSDSLYLVAC
PSELGGIVLVTSTGIVHVDQGGRVTAACVNAWWSRITSLKCSMASVSQKLTLEGSRCVFVTPHDMLLVLQNGAVHQVRFS
MEGRAVGVIEVLDKGCVVPPPSDLTVAGDGAVFVGSAEGDSWLAKVNVVRQVVERSEKKKDEMEVDWDEDLYGDINDAAL
DEKAQELFGPAAITLSPYDILTGVGKIMDIEFGIAASDQGLRTYPQLVAVSGGSRNSTINVFRRGIPITKRRRFNELLNA
EGVWFLPIDRQTGQKFKDIPEAERATILLSSEGNATRVFALFSKPTPQQIGRLDGKTLSAAPFFQRSCILRVSPLEVVLL
DNNGKIIQTVCPRGDGPKIVNASISDPFVIIRRADDSVTFFVGDTVARTVAEAPIVSEGESPVCQAVEVFTDTTGVYRTF
EPSKSESSEPISHQIDSENKPNITNGINGTTARSARQTQLTPQQIKRLQEQEPAITTEAPSMETAINSPHGTQWLALVTR
GGELQIRSLPDLQIVLQSEGLASSAPSFTDDLGENPGYVLGEKREEGEEEDEIIQMVFCPIGKGTVRQHLLALHHSGRLN
AYEAQPRFTVDASSHSRRSLAVRFRKVHTQLLPISGGVGTTNGNARLPYTIVPFNNIEGLTGAFITGEKPHWIISSEAHP
LRAFALKQAAMAFGKTTHLGGKGEYFIRIEDGSFICYLPPTLNTDFAIPCDRYQMERAYTNITFDPTSAHYVGAASIEVP
FQAYDEEGEIQLGPDGPDLIPPTNQRSTLELFSQGSDPWKVIDGYEFDQNEEVMSMESVNLESPGAPGGYRDFIAVGTGF
NFGEDRATRGNTYIFEILQTVGPQGGGGPGSVPGWKLVKRTKDPARHPVNAVNHINGYLLNTNGPKLYVKGLDYDSQLMG
LAFLDIQLYATTVKVFKNFMLIGDLCKSFWFVSLQEDPYKFTTISKDLQHVSVVTADFLVHDGQVTFISSDRNGDMRMLD
FDPTDPDSLNGERLMLRTEYHAGSAATVSKVIARRKTAEEEFAPQTQIIYATADGALTTVVSVKDARFKRLQLVSDQLVR
NAQHVAGLNPRAFRTVRNDLLPRPLSKGILDGQLLNQFALQPIGRQKEMMRQIGTDAVTVASDLQALGGFW         
>Cneo_XP_566804                                                                 
MHLLNLTLSSPTNVSTAVVGSFSGSKSQEILCVRGGTKLEIFKLNATTGQLDTIVSTEAFGTIRNIAGFRLAGMTKDYIL
ATSDSGRLSILEFVISPTPHFESLYQEVFGKSGSRRIVPGQFLAVDPKGRSCLVGSLEKTKLVYVLNRNTEGKLYPSSPL
EAHKNHTLVTHIVGVDQGYDNPLYAALETDYSESDQDSTGEAYENTQKHLTFYELDLGLNHVVRKWSEPTDRRANLLVQV
PGGQNANSDRFEGPSGVLVCTEDHIIWKHMDVEAHRIPIPRRRNPLVQRGDKSRGLIIVSAVMHKIKGAFFFLLQSEDGD
LYKVWIEHNGEDVVALKIKYFDTVPVANSLCILKRGYIYVASEFSDQNLYQFQSLAEDDGEQEWSSTDYPENGNIDGPLP
FAFFDPQPLRNLLLVDTVPSLDPITDAHVVNLLGASSDTPQIYAACGRGARSTFRTLKHGLDVAEMVSSPLPGVPTNVWT
LKLTEDDEYDSYIVLSFPNGTLVLSIGETIEEVNDTGFLSSGPTLAVQQLGNAGLLQVHPYGLRHIRAADRVDEWPAPPG
QTIVAATTNRRQVVIALSTAELVYFELDPEGSLSEYQEKKALPGNATCVTIAEVPEGRRRTSFLAVGCDNQTVSIISLEP
DSTLDTLSLQALTAPPTSICLAEIFDTSIDKNRATMFLNIGLMNGVLLRTVVDPVDGSLSDTRLRFLGAKPPKLVRANVQ
GQPSVMAFSSRTWLLYTYQDMLQTQPLIYDTLEYAWSLSAAMCPDGLIGISGNTLRIFNIPKLGEKLKQDSTALTYTPRK
FISHPFNSVFYMIEADHRTYSKSAIERIVKQKESEGRRVDTLLLDLPANEFGRPRAPAGHWASCVRVLDPLANETIMTLD



LDEDEAAFSIAIAYFERGGGEPFLVVGTGVKTTLQPKGCKEGYLRVYAIKEQGRILEFLHKTKTDDIPLCLAGFQGFLLA
GIGKSLRLYEMGKKALLRKCENNGFPTAVVTINVQGARIIVGDMQESTFYCVYRSIPTRQLLIFADDSQPRWITCVTSVD
YETVACGDKFGNIFINRLDPSISEKVDDDPTGATILHEKSFLMGAAHKTEMIGHYNIGSVVTSITKIPLVAGGRDVLVYT
TISGAVGALVPFVSSDDIEFMSTLEMHMRTQDISLVGRDHIAYRGYYVPIKGVVDGDLCESFSLLPYPKQQAIALDLDRS
VGDVLKKLEQMRTSSAF                                                               
>Cneo_XP_572116                                                                 
MLYIASALTPTPILGSLRTTSLTDNHTSLVVAKPNKIEAWDVTENGLVWRSEIEVWGTVVGIDQVSIEDSRPHVLILLAP
PQAHLLLVTFDITTGKLIITSSTSLTPPTPTLRQAEFFTGVVAQERVALVSLWIGVLSCLEIELDKGSSGKKKRSSTIPT
PEGETRLKIKDNFNINIREHNLLHLSFLPATLNGPVVTLVWLSASNELRLQARSLSLSAHSFNPLSKSVDLVSPTSRQSI
SEDSDFNAVPFSCPAARRVVPIPSELPNGQRTLLVIGDEHSVLYTLGENSPQSPKAVRRMSAVSVPASSPRANARRSPQT
ELSSGNAKRRKSSMGTKTVDNQNEELQWDLRPVWRSRQGFGTVIAATVIEDHGSGASVVIGDEYGAFTAFGWEFEKGLGA
GTDGRVRVLRTYLGASSPPSSITYLDSSHLFVSSAVADSVLLRLPKVESSSSVSSGKGKGRAVTSPIGDQADKWEVLYEI
GKDRNDTDGGPEILERWMNIAPVKDLCVVKDEGGNLSHLVLASGASESNSLRVVRSGVGLEELVTIQGLHDVQKMWPLTD
STAIPRLLLSTSTSTILLQLQPEISAIPITDVIFNSETLAAGILPGAELLAQVTPRGLSLWSDLSVGQLEAQVEVDKETE
IVCAQVTADWAVVAKKGGSLVVFHVSNTGFSPQGTIDVKEEVSAVAISSSSGSSSPIIVISTWMAKTFVYTLSQISNGVD
GLSIQSESSATSLQLRSHPFYPAGIQLLSGLDNGLLHIYDLNTSDSGEAEGLMVKSSKTTSLGLRPLVLHPCESTHGDEK
VISVGLTERMSVIFESKDRIEFSSVNIKNVMAATSVDTSSGPVFALFSRTSGLSLVKVNSLKKLHVQTCDTGNESISKLT
YMDEYKAIACGSTRRTQLRDGDVEEENFVQIRDGTSLEPLSSFSLRGRELVTSLRSVFLTGRIYLAVGTAFLPADDGEDS
SWDEGNLAVVREGRVLLLEFKEGDAGGGWDIKIKAELATVGAVYALEEIHGFLAVAAGSKLTIHRLDHNPVELEETSSWA
SAYVISSLSVLPPSHIRPEGALIVGDGMRSVIVLNVDEGDGMIYDDERNMATHGVTALGLLKDKGDGVVISDAYSNLLTY
RLNQKLERAATFGLHEEVTRFQSGSLVPTTTAPEIIIPDVLFATREGRLGIIGELGTRSSRTLDDLQRNMSKIWKGPGEV
GWSNWRRAGSNLVGKDTAGFVDGDFVQKFLDTEFFDDERAQEIIQGTSSHEHVRLGKEEASRADVVRFLEATAGMH    
>Ccin_CC1G_02328                                                                
MHLYNLTLQPPTANIQAIVGNFSGVRQQEIIVSHGTRLELLRPDPQTGKVSTVISTDAFGSVRSLAAFRLTGGTKDYAIL
GSDSGRIVILDYDPKTTSFVKLHQETFGKSGARRIVPGQYLATDPKGRAVMIGAMEKAKLVYILNRDAAANLTISSPLEA
HKNSAIIHHIVGVDVGFENPLFAALEVDYSESDQDPTGEAFNNAEKMLTYYELDLGLNHVVRKWSEPTDPRANLLVQVPG
GQLASSDRYDGPSGVLVCCEDHIIYRHMDAPQHRVPIPRRRHPLEDPERGVIITAAVMHKMKGAFFFLLQNEDGDLFKVT
IEHEEEDVKALKIKYFDTVPVASSLCILKSGFLFVASEFGNHHLYQFQKLGDDDDEPEVTSTSYPSFGMADPTAALPRAY
FKPRPLDNLALADELESLDPILDSKVLNLLPNSDAPQIFAACGRGARSTLRTLRHGLEVEESVSSELPGIPNAVWTTKKT
EEDPYDSYIILSFVNGTLVLSIGETIEEVQDTGFLSSSPTIAVQQIGADALLQVHPHGIRHVLADRRVNEWRVPQGKTIV
TATTNKRQVVVALSSAELVYFELDLDGQLNEYQDRKAMGSTVLALSIGEVPEGRQRTPYLAVGCEDQTVRIISLDPETTL
ETLSLQALTAPPSSICIADMLDASINKSQPTMFVNIGLQNGVLLRTVLDPINGQLTDTRTRFLGTRPIKLIRVPVHKNPA
ILALSSRSWINYTHQNMMHFTPLIYDNLDYAWSFSAELSPEGLIGIAGNVLRIFTIPKLGSKLKQDTLPLSYTPRKLITH
PENNYFYLIESDHRVYSEEATKAKLDELQKKGKKIDEEIISLPPSEFGRPKAPAGTWASNIRIIDPVENKTVAVFPLDNN
EAAFSIAIVPFSARNGELHLVVGTAKDTTVSPRTCESGFLRTYKFTENGTGLELLHKTETDDVPMALLAFQGRLAAGVGK
ALRIYDIGKKKLLRKVENKSFTTAIVTLTTQGSRILVGDMQESVQYVVYKQPENRLLTFADDTQPRWVTAITMVDYNTIV
AGDRFGNIFVNRLDSKVSDQVDEDPTGAGILHEKPILMGAPHKTKMIAHFHVGDIITSLHKVSLVAGGREVIVYTGLHGT
IGILMPFISKEDVDFISTLEQHMRTEQPSLVGRDQLAYRGYYVPVKAVVDGDLCETYAHLPASKQSSIANELDRTVGEVL
KKLEQMRVTSSGF*                                                                  
>Ccin_CC1G_02971                                                                
MKIVTTFHPSSSVVSSVKCRLASRDLEHLVIAKLDRIDVYSLQPSGLQHECGIDVWGRVLCVKVLPIPGTDRSKLVLMTS
HPDPELVFFSYRDNVEGGAQLKVTKSLSLYERSSRTAEFFNDLLIHPSGTLAIASCYVGKLRIVKLEGGDWVEDYDYTLP
ELNVLSIAFLPTEEYSIAILHVDLQSRVQLLAREIPESSDSDFSIRPSTVLNPTVISNKSIPFPTEYIPKLVAVPAGQYE
EVDDDSTFLGGVLVIGGRKILLYELASEESREKQKGKAARLEKMLADSDKAQEARAKQAEREGRRRKPTASVVWPWDEVA
TWCVIDDSRFLISDVCGGLSLLGVDNVKTNGMTLLPLGMTSPPTSLTYLTNQVIFVGSHLGDSQLVQVSSTPNNQDGPML
DILPEIKTVARNMPAPSRDKGKGRASDEAMDVDDEDDDDISRGRIIKPEGSHLHVLHSFKNIAPINDAVVVDVEGNGQNE
IVTCSGGYTSGSLNIVRSGAEYHEAATLPGVCNVNSLWTIKSNFEDTIHSHIVASTHDRTLLFRIKDDGRNTTFTLLDST
AARDFITDQPTVALANVRKRVSVERKSVYRDCNWVVQVTDNVVNLLEHDVVLGGFNKRASWSPPSSVAPRPVEIVAADIN
PTQVVLALSGGRLVVLRHNEEGTAFELVAEKNTLREISAVSCQAADTKTPYTKVFLVGYWEQVAEADTDRDTVVEILELE
RRSNPGSGTPSLTCLVKVSKKYVPALPRSLLLYSFGVPDSEPTNLKPNSQPTHLFCGLADGSVAHFVVWKDGGLNVTDSK
IVPLGTTPVKFSACVVDGKRCVLAVGNRASIFSYERKRMAHSPVMLKDLNAAYPLNTHTFPTSFILANHQGLTIGSVKEI
GKISIRTIPLGYDNPQRIVHIPLLRAYAVACATYTPVRVGDAEAFKGSLKLLDDLTFKQLSQYNCDSDEVISALTTFTEE
ISGKETPLLVVGTSSSSQARLLVFSVASSEACQELTLITSLEVNGQHVNSLCVMGNYVLAAVDCAVFSYKFKGSSDDTDS
QSSELKEVGEWNHNYIVRSLGSFNNSLVIGDIASSVSLVNVNKGQFTPIARDYAPLFPYALEALSENALIGGNDASNLFT
FSLGQGGMGRKVLERDGSFFLGDLATKFIRGSITTDYTAIEALEPIAIFFTGSGRIGAVIDIKDQQLALHLSGLQRNLSA
LVQGVGASTHTKFRAPRNNRGRTDAEAAGFGFIDGDFVETFLGMLGDKGMVDKVMTGQSAPEKLEFSVDEYQKTLETLQG
LH*                                                                             
>Ccin_CC1G_04531                                                                
MHLYNYTLQPSSAIVQAAVGNFSGLRQQEILVSNGTRLELLQVDNDSGKLSTVAGADVFGSIRSLAAFRLTGGSKDYAIV
GSDSGRIVILEYDPKTNVFNKLHQETYGKSGTRRIVPGQYLATDPRGRSVMIAAMENSKLVYVLNRDVATNLTISSPLGA
HRASTIVHDVVGVDVGFDNPVYAALEVDYSQSDQDPTGNALRRAEKLLTYYELDLGLNHVVRKWSEPTDPRANLLVQVPG
GQSTNGATHDGPSGVLVCCENHIIYQHGDAPSHRVPIPRRQDPVADPNQDVIIVAAVMHKMKTEDGDVFKATVDHEDGVV



SSLKIKYFETVPVASNLCILKQGLLFVASEFGNHHLYRFCKLGDDDDQPEFSSSSYPSYGMAEPEQPLPRASFDPRPMEN
LMLIDELSSLNPVLDAKILKPSLDSEAPKIFAACGRGPASSFKILSHGLEVDEMASSELPGFLAPHSLWSTKRMQTDHYD
NLLVMSFQNATIVLSIGESMEEVKDSGFLTSMPTLAVQQIGENGLIQVHTHGIRHLVDSQVNEWKVPQGQTIVAANTNRR
QVVVALSSAEIVYFELDQEGQLNEYQDMKAMGSTVLALGLGEVPEGRLRFPYLAVGCEDQTVRVMSLDPDSTLETISLQA
LTAPPSSICIAYMLDASINKVQRSMFVNIGLANGVLLRTVLDGTNGQLTDTRTRFLGTKPVRLLRVKLKGEDAILAISSR
VWLNYSHQQKMEFTPLACETPECASSFTGESCPEGIISIAKNTLSISTVSKLGMKLKQESVPLAFTPRKFVTHPGNRFFY
LIESDQRTLSEEEEKKKLADLNISRDDHPILQLPAKIFGRTRASAGHWASRIHIFDPMEAKTVATLPLKANEAAFSIAVV
PFASTGGEYHLVVGTAMHHLVTPPQASASYLKVYKIVNEGTGLELLHETPIQDSELPRALLAFQGRLLAGVGKALRIYDL
GKKKLLRKAETKSPTAIVSLATQGSRIVIGDMQESTLFAVYKEAENRLLIFGDDTQPRWVSAMTMVDYNTVAVGDKFGNI
FVNRLDSTISDQVDEDPTGAGILHEKATLNGAPHKTKMLAHFHVGDIITSIHKVSLVVGGREVLLYTGLQGTIGILVPLT
SKEDIEFLTMLEQHIRNEQGSLVGRDHLSWRGYYVPVKAVIDGDLCETYGGLSSSKQSAIASELDRTVGDVLKKLDQMRV
ASSGF*                                                                          
>Umay_XP_758932                                                                 
MLYVAHAYEASAVLQTLALPSFLPTGPCLAMIRQSTIEFLSLATDNATSSASVELLDTVKKVTINARILAAQPITDPSLT
GAAKQSLLILTDHYQPRLINVAASTNPGNGELVIETTATLALDEVARSPTESALGIWSEPFLSGTPSFGQRIALMHVYKG
VARVVPLSGSLASSRSQDVGDQDEFMQDVSTNPTLSRGVQFSQSFSIRLPHPNLLSCAVLSPSSQDSVPAIALLSQSSIP
SEIPGLGELCLPVLSFHSVHVADQELSPLPWGTPRKPPRRSDDTGNDDKRFQPQDSAAATQISRDLKTAKKDDKEATRKK
HGPAAMGAKLTPQDLQNREEKLAKSGLAQCHVPLPTADATGAHFVHALPAHVGGGVLIFSENSILYVPPPSNPPASTIHG
KDTGTTASERLDAKGKRRKASEGSIVETCRRSSGVSQVKPAPIKAPAAATATTLPSSNENGKRRRSSVNLSSTGADSPDK
SADSSPSRPRLLRVSLPHPVQVVSVVDMADADADAFSVLFACNSGALNVLRLGMPDHSQHVASQLPQPRSLRVEALGTTS
QPAGPQALSYLGQGLVCVGSATGDNCLYRIIGQNASQKMPASSSEQVLTPPSSPTQSRSMLSHAASSSRDHSELSTGGSL
VNLETWQNLGPVVDFVVDDGAGGDPTYASSAQARIVTCSGLGPTGSVREARSGASVRDIASLPIPNAEQIWSVDAGVDDA
SKLTIGLLVGFATSTAYLHFNADGDLTDATDQLVAAGANVSLPTIAATTVLFHDRSPQLLRVDRTGASLFSVQDASISIL
DQWRPPNELEVTSASVNSVGQAILALSDKSLLYLTDEDGALIERNKKMLEDEVSCVDISPLIAGKAAQLVACGFWGRDVF
DFYNLPDLEVVPRGFAAEFSSVPRSILLHRFESSQPEKASDAEFEFWGFNPNPLDAYLLIGLGDGTLVSFRLGGIVADGN
AYVPVSLYDAKTITLGTQALKLDAIKTSTGARVVAISGSRPTLVYHDSKRFSYSALKYKDPRSVATVCAGPGRVFAVVVL
TDSLELTSISALGQRDIRTFPLGLNQPLAIAQWADRKVFAVCTWTFLPRGSASKQEGSRGAVRILDHTTFELLDEIRLEP
DERPNCITLLDLPGHKMLVVGTGYVSKQSSETVRGRLVAFDVSTGSSRTKEERGRLRQLFECSENGNVYQVQSTRYHLCA
AVNSEIKTYSITNCKDMSDKRPSGGPRRPYEVRQEGSWACSFIACNLSAIEPDRLVVGDALRSMNVLNVDRYTGRLTEIA
RDCDPSWTSATELLDSETQTYIGADISFNLYTTQRMPMSEEVRTSIRRARERETERSVSLAYPRTLRDTDDCYAHVMQRK
AVWHYGDMINKFRQSEFWVVRLVPRHPIPSHPILSNLTLTLIFSFARRLISTASLVSDPGPDAAVRPKLVFCTAAGAIGV
IAHVRDDEAQILAKVERNILSLIESPTEAASAGVIGNIAHSDWRTLRTDHRVQAPAGFLDADVLQMFLDGRLDHNQRYRV
VHGPNSEAEALGVRSEVVEQLIEKLSQVC                                                   
>Umay_XP_756884                                                                 
MDGMYLYNLTLQASGSVNATVVGQFSGTRQQEIIVAKGSRLELLRPDTQTGKVDTVLSHDAFGVIRSLAAFRLTGGSKDY
VIVGSDSGRIVILEYQPKTNSLEKVHQETFGRSGSRRIVPGQYLATDPKGRATMIGAMEKAMLVYILNRDAQANLTISSP
LEAHRPSAIIHHIVGVDVGFENPLFACLEVDYSDSDHDPSGRAFEEAAKTLTYYELDLGLNHVVRKWSEPVDPRSNLLVQ
VPGGYNQNLEKWDGPSGVLVCSEDYITYKHQDQPEHRVPIPKRLNPVEKLSERRGTLIVASVLHKMKNAFFFLVQTEDGD
LFKITMEHQDDEIRSLKIKYFDTVPVASGLVILRSGFLFVASEYGAQLLYSFQKLGDDDDLPEYISTDYDENGAGRRRPQ
LPTFTPRPLDNLVQVDEMPSLDPILDAKPLNPLAADSPQIFAACGRGARSSFKMLRHGLEVQEAVSSDLPGVPSAVWTTK
ITQQDEYDSYIILSFVNGTLVLSIGETIEEVSDSGFLTSSSTLAVQQLGQDALLQVHPHGIRHVLVDKQINEWATPSLPN
GRQTTIVATCTNERQVVVALSSNELVYFELDMDGQLNEYQERKAMGAGVLTMSMPDCPEGRQRTPYLAVGCDDSTVRIIS
LEPNSTLASISIQALTAPASSICMAEMLDATIDRNHATTFVNIGLQNGVLLRTILDAVTGQLTDTRTRFLGSKAVRLIRT
KVHGQAAVMALSTRTWLSYTYQDRLQFVPLIFDVLDHAWSFSAELCPEGLIGIVGSTLRIFTIPSLASKLKQDSVALSYT
PRKIANHPNEQGLFYVVEAEHRTLSPGAQRRRTEMLGKELKPHQRGVLDLNPAEFGAIRAEAGNWASCIRAVDGVQAQTT
HRLEMDDNEAAFSIAVVPFASAEKEVMLVVGSAVDVVLSPRSCKKAYLTTYRLLDNGRELELLHKTEVDDIPLVLRAFQG
RLLAGIGKALRIYDLGKKKLLRKCENRSFPTAVVSLDAQGSRIVVGDMQESIIFASYKPLENRLVTFADDVMPKFVTRCT
MLDYDTVAAADKFGNIYVLRLDGNTSRSVDEDPTGMTIVHEKPVLMGAAHKASLVAHFFVGDIITSLHRTAMVAGGREVL
LYTGLSGSIGALVPFVSKEDVDTLSTLESHLRQENNSIVGRDHLAYRSSYAPVKSVIDGDLCETFGLLSPAKQNAIAGEL
DRKPGEINKKLAQLREGATGF                                                           
>Mver_MVEG_01017                                                                
MQATMDHDSSIRVFAKHLLAPSIIQQACIGHWTQSQHKHIDVVLGKGTYLALHRLNIEDTDHDTQPAGSLELVHEQPVFG
TIKDIQSLAFRFEEEEEKGHSGKGKGKEGEERAISDVPRLGYLPKDASPTVLVVTSDSGLLSFVTFHSQGERGYFHILKE
VEIAEPGLDYAQVGAKLAIDPSSQLIAVSALQNHIKLVVLRRTPRSRFDPVEKISKIDVNGTIIDMEFLTPDPADKDENA
MLAVLFHNKETSAYHLATFCIDLKTILTGPLSVKVGTSQLGTNPLGSVLHIKALPNFPYSLVYIDEEKITLVTVENSSSL
STKGRTTHAHHTSLSLLKREPEGDDITPGSGSYPLISACATPPPSPYPTHSQALYMGSDTGELYRVNINYAPYSMNFEMI
SGERPVGKVMHVVARRQIAALPQEHDDDQDMDHPEEIILNTDFLIYSGEQGDGGVLAIKEEETQIDLFAIAHLQNCAPTL
DFCMREPSMPGRDTLYVCTGMKTQGAIRKIRSGISVESSGSSGNQFFAGATGLWGIKAQATEEVDTFLVVSFIQSTKVMQ
SGEDGLEDVSASCGLDLNVATIAAGRLNDGMLFQVHRAGIVVASPSTGTRYEMASNDAIFTLAHWVKDSTLILAQNIGGV
SSLLLVEFKGPSAQMEEHALAPEFQVLARRTLDAEPTTLHCWQEVGSGSSSYYCSVGTLEPSVLFFHILGNTLHDVYSES
LAQAGRESATIPHSICVLQNPEHHRKVLVGLRDGNIISYDWTLTSDAISGSIRSARKMANPRLFKLGVMPVKFIHSCQES
ISRALVVSDRLWQASYVRDFEVHPVLFDSEVSQACSFQTSEIESSQGSFVFIVDHHDMQLASLDKMEKYNCQSLPLGQTP



RRILDISSKRLLFVACVGDGFPFAESTLKLVDPSRASNDSPDHVVAEFRLKSGEAVYSLAEWKIPRPGKSDAVYICVGTG
QFSPTGSELSAAAPRTGRLVVLSIKQSKKQDRKNRKFELDLRWAMTMSAPVFAISPFMDMKLLISNGPMLKLLVLDLEKK
TLVERAAYRERWPIFQISTQGSMICTGSRRESISFYEHRVIQNSDTHVEKIVFLKSAPSARMVSDCLAVSPEFAVGADLS
GGVFGVGYSKDDSNCQHSLVDRFSFHVGEVAHKIRLARTWPAEERSFAGIALSQQADENGGGFNMSQGTHATTATALVSS
PSSLLLLSSSSQLSGMSALNLWIVRPWVSSDILAAAPNFKKKSTIEDVGTAAAMEIDHKPSTTIPTHPELSQQQPRPLPS
TQALVASTVTGGLIGFWRLDQDIFQILSTLQESLQRLDDCRPVLGNQHSRYRSLSSPAHATVDGDLLVRFLALSHGQQVE
TVERSVGLVRLVDEWIESRGLCGLGEFSCLWKHDHEQQDKQRRPTHGFLANVSKTKEEDVCRSVHVITFILEFLQMLDWH
Q*                                                                              
>Mver_MVEG_04951                                                                
MNIVFTARKSSAVSQAIKGNFTGPEDLNLILGKGTRVEVYLITKDGLKLIKEFGIYGEITFLQPFRPPGYTTDLLLLTTA
KYEMLTLALRLSSTGEPSLHESSPQFSVISDTLTDLSDRHARPAEFGQLIAIDPTASVVCLHLYQGLLKCVPVNPHAALA
GPGGAATPAIIGGRGMSRSVKVTDKTFLDHFNITIEEINIISMDFLHGASKPTLAILYQDHKKIRHVKTYELDLKAKEKS
ETGWSQSGLAGAQKCIAVPQPIGGIIIMGEYSISYFNPLQRSSPLSITIEATIMNSIARVDDQGHRYLLGDYEGNMYVLI
LDVNDPSAASSSSSAGRILVTDMKFERLGSTSISEAIVYLDNHHVFVGSHLGDSQLVLLHTEPDASGEFLEVMETFTNVG
PVIDFEVVDLEGQGQGLIVSCSGAYKDGSLRVVRNGVGINDQAVLELPGIKRVWSLKDSLDSVTENVLVMSFLSSTRVVR
VTPDTEMVQEDIDGFLGDSATLLCGNVKGDLLLQVTPNAVRLIAPPQHIQAGLLAEWTPPAGQQISVASMSATQCLIAVG
GSTLVNLDIGSETITQTGQTTFGSEIACIDVTSIDLANRQVSPVCAVGLWDIKVLLVRLPTMEIVATHELPGDILPRSLL
MTRFESVPYLLVGLGDGQLVTFILEAGLSHLSNPKKISLGTQPIILRHISHGQGSASNGHVFACSDRPTVIYSSNRKLLY
SNVNLKEVAAACSFNCEAFPNSLAIVGSDDEGTLRIGSIDEFQELHVQSYPTEENDLRIAYLASRKCFSVVASRMVNEKP
ELVGATRLISADEDEVGFIRIYDDQTFDLQSSFELDGSEIGKCITSVTFSGDPARYLAVGTTYFYPMEEIPTKGRILILE
VSDTHQLKLVAETDVKGAVISIREFNGKLLAAVNSELKIYNWKVSERGAMDSSLALECSHRGFIMIIGMATHGDFILAGD
LMKSVMLLRYKANEKKIEEIARDSIVAWPTAVEMLDDETFIMAENENNLVTLVKNTETTSDAEAKKLQRVGCWHIGEQVN
CFKPGTLIMSNQENDAPAVPKLLFATVSGTIGVIASLNKENYDLLRQLEINLSRVIRGVGGLDHASWRNFKDKSRTLPQS
GFIDGDLIELFLDLNEDDINLVMEGKSSPGESASEDLFGHSAGVEKAEKIDVPVEDITKMVEELLRLH*           
>Mver_MVEG_12069                                                                
MFLYNLTLQAPNAINQAILGNFSGTRQQELIVSHVSRIELLRPDTTTGKVHSILSHDIFGVVRSLAAFRLTGASKDYIVV
GSDSGRIVILEYNPAKNVFEKVHQETFGKSGCRRIVPGQYLAVDPKGRAVMIGSLEKQKLVYILNRDISARLTIGSPLEA
HKSHTIVHYCTGVDVGFENPIFACLEVDYSEADQDPTGEALKETEKMLTYYELDLGLNHVIRKWSEAVDPKSNMLVAVPG
GTDGPSGVLVCSENYITYRHIGAATLTVPIPRRENALENKDRGLLIVSGVVHKMKNSFFLLLQSEEGDLYKVTLDYVNDT
VNDIKIKYFDTVSVAAGLCILKSGFLFVASEFGNHSFYQFEKLGDDDDTPEYSSSDFMTNDGEPLDTKVYFKPRPLENLL
LVDELTSMAPLTDAKVLNLTDEDTPQIYALCGRGPRSTLRILRHGLEVTEMAVSPLPANPTAVWTTRLTADDLYDQYIIV
SFSNATLVLSIGETVEEVTDTGFLASTPTIAVQQLGQDALLQIYPQGIRHIRANKQVTEWRAPGGRAIVRAATNRQQVVI
ALTGGELVYFEVDDSGSLSESHVRREMSSNVNCLSIQPLPLGRKRVRFLAVGCDDNTVRILSLDSSSCLEPLSMQAISAI
PESLVMIDMPDQITEGSLSTLYLNIGLQNGVLLRTVLDQTTGQLSDTRTRFLGARAVRLFEMNMAGYPAVLALSSRPWLS
YQLQSRIHLNPLSYEALEFAASFTSKQCLEGVVAIAGNALKIFTIEKFGQVFNETSVALTYTPRRFVVNPIHKSIAIIEA
DHNTYSSQEKKKALKARGFDDDDAQEEELDPVVFGHTRAQPGKWASLIRLVNPTTGETTFSLELEQNEAAFSVAVLNFAV
DANQMFLAVGTAADVTLAPKSLSSGFIHIYKFVDEGMGLELVHKTPVDEVPHALLHFQGRLLAGVGKALRVYDLGKRKLL
RKCESRAIPNCIVTLHNQGGRIVVGDIQESVHYASYLPAENKIVVFADDKAPRWISCSAMIDYDTVAGGDKFGNFFVDRL
PKKLSQEVDEDDAGSKSVGKGYLHGAAHKLDLVAHYHVGDILTSLAKTSFVAGGREMILYTSFLGGIGIFIPFQTKEDID
FFQTLEMHMRNEMPPLAGRDHLSYRGYHVPVKGTIDGDICEQYNLLSGDKKRMIAEELDRTPAEIQKKIEDMRIRAI*  
>Pbla_Phybl2_162523                                                             
MSVYAIYQELFPPQTVEHAERAHLTSPDAINLVVAKASLLQVYAFVEYTPESTLDDEDADQDINLSDSDKEIENERSNGD
EEQTLVYPKLKLLKKSPLDTTKGRLELVAQYKLNGSVSAMGVVRTSSTRGKAGCDSLLLGFNDAKMSLLEWSPETHSIVT
VSIHYYERDEMKKEFLTNPYPPAIHVDPQQRCALLNFYDNKLAVLPFCQSDNLDTSASNPGDQEDEDHAQKWPYSPSFVI
ELEKIDPRIRNVIDMTFLSGYYEPTLAILFQPEQTWTGRLATTKDTVSIVVISLDLSAKAYPIIYSLDNLPYDCRSLVAL
PKPVDGLLVIASNALLHVSQGSPGVGVAVNGYTNKTTEFPGMIYDDALIEQGLMLDGAKALSMGGNKCLLFLQNGDWVGV
QMKMDGNKVVGVSMDTIHHPPVLGPQDSGDGHTPVACIPTCISSIKDGEFFFLGSRVGDSLLIKWKNGSEPGSKPVSPEI
DWTFRVCDALLNTGPIVDMTVGDMESKDASDDMIEKSTDFPDLELVSCSGYGKNGALCVFQRHVRPETTFSFTQSDCQAV
WSIKCRKEHFFEGVQVGGGVQLTQTGLTPEEGTGHWGTVASDDGFKDAFDKFLFISKTESTLVLAAGDELCELESSDFHT
TGPTIAVSTLFDHTRIVQIHSHGVVLLSPDGKLVQTVPVKDSKIVDASIHDPYILLTLENQTILALKGDAETRDIIYVQV
PASIKNKDVLVASVFADTSGIFASVSEKLATVVKKSRPAGHEKKRKASEAFGTTNTNNNGATTTTATTANANTTTTKKAN
IAPPAPPTVEFDEIDMDLYGDQSEGEPVKTTVTIAEDEIMTDSTTQIGQQGQNEDDDDEDDDDDEAMLYGDSEPIKKYPG
LFNEEVDEVNVSVKGGLGQIEMISFWCLIYTVEGNLQLHSLPDFKEYFVFPHFDVLPSLLTDCPGHEQEQVPPHLPAHQD
NGSLSIKELIITDIGKERKDPHLVARTSTNDIIIYKAFAFVPGLDSQSDHTTQITEEAGDRLAIRFSRVHHEYVSRYTEE
DNDNSNNNSKKYSKKNKNSTGAAADDDDDEDDEEESDGPEIKKDDHVMGTDPFGSGLKESKVIKPRRQRLLIPFNDVAGY
AGVFVAGPQPAWLMCSCKSFVRVHPMKADQAVIGFTQFHNVNLKHGFITIDAESTVRLCGLPVDNATYDMDWVMQRIPLG
QTAHKIQYDPTMRVYAVLVSTPQPVRLRNEEGAPVDGKEEEGREPGEFLPLVDRFSLLMVSPVTWETVDRIEFEEYEQGF
SLQCVALESKQTSTGRKHFMTVGTGFLRGEDTAMRGSIYIFDIIEVVPEPNNPQTNHRYKHLHTEDVKGAVTAMCDVSGH
LVSCIGSKVIIWSFEDNESLVGVAFIDVQIYVTSLCSIKNFILLGDAQKSIWFLGFQLEPAKLVLLGKDYQAFEVASVNF
IIDDKSLFLLVGDTDDNLDIYQYAPFNLQSFTGHKLMRRGDFHVGAQVKTMVRLPQIVRTEKGLEYSRRHFCLCGSFSGS
ISVVSPIPEKTFKRLNTLYGQLVNGIQHVAGLNPRAFRLIKGPKQKMASNRTKAILDGDLVFEFAGLSVSQQKEMTKQIG
TTVAKIKEDLVDVDSSIDHF*                                                           



>Pbla_Phybl2_139674                                                             
MSAYNYVITAKPATAVHDAVKGYFLSSYVQNLIISKGTCIEIYSLDGLHLKHKHDFSLYGRIRAMEICSLPEKPQGILFV
LTESHEYVILYYDAEHNSVDTYAKGVIQHKFVRKTNFGPMTSIDQSGKIVITSIFGGVISVLSLMDARISVLNSVKGKAK
DTGRPNTPVFFNLRIPENEIISLTTVCANDALRFVVLYSDENERRHIKTYDINIATKALVTKSQFHASVEDHDQIVVSVP
EPYKGVLVIGELTISYYDLEGSSKTISVPAMDVKGYGMVNTHGPNVQFLIGDSTGMLHMLTLVPVSKVIPELIFENIGQT
HVPSSIVSLGGGIVYLGSPEGDSCLIKLSKNAYNVSSFDVIEEYPSLAPITDFCLFDLDKQGMKTMVCCSGVENDGSLRM
VRGGIGFSKEFAVPMKGVTKIWPLLSRNNKWQDGLVISLLNSSRLVQYNYETMTTAEVSNFPNFCYDERTLSTAITKQGS
LIQVTPSWVRLMPYSHGCKQFSKWSPPSIGSRIDVAYTTSSVCILSYEIGVLALLSANDLTLSIKRERKFDDEISCIYVS
PEVPNNSGPVFVAIGLWGGQDVKLLNISDFSTVWENKIEADAVPRDVRYTKLGEHDYFFVGLDDGRMVYFCSKDGMKTQR
EVSIGIGKIQFHSFEINGENAIFVASDRPTIITSSHGRLVYSSVNAEEIFGFCTYYSPDKEKYNLLATSTELMFGSIDTK
RSLHAIKFPLDKRMSRRIAYHEDSKTIAVATVQTKLRNEVNFSKGWLQIFDAYTLKCVDTIDLLENELIESLLSTKVEGY
DMSFLFVGTAILEEDDSDPENGRILVYKVCDRHTYSLVDAVKVPGVVYDIQPIKGSIVASVVGTIYYMSHFNPDANLGER
FTMVPKLDVSNTILAIDTDDDRILTGDLMHSMALLKMEDSSETTQLEKVARDFNSSWMTTVKILRDDSYIGADALLNLFT
LKPSKQTEDCALERMEVIGEYQLGDLVNRFRSGTLSEKSREKQDVVIDRNTFLYATVNGAIGSISSISVNEYELLLKIQQ
QLETLPSIGSLEHRRWRSFNNGTRTGEPRGFIDGDLIETFLHLPKEKRNRVYKSIDNLNTPLSDIIQLIESLSDVR*   
>Pbla_Phybl2_75826                                                              
MTEMYSYYRSTCHSTAIQKILRGSLSAQNATEIIFIKGSSIQVLTVTPSATANDINLLTSEFEQPVFGTVGDARLMRCQF
SDVSTENQDEILLDDSDSISDEPFVLKTRPGHPTIRGQDVVAAVSEYGKLVFWTLTTAEDSNSLSQTGRFETLAELTLDT
PGLEYTKVGKSLAIDPFSRVIAVSSYQDRLDVLIMSEAMSRTCFDPVAGMGTVIEEGIIWHMEFLYTHTDSPDRILLALV
VYNDVERICRMVIYAINTSNPHSVGIERIGRLPLDRNTPLPVLLIPLECLPETFMLVTEQHVCVLTADDIACGNVMYPSS
PLPRKSNETFYPLFTAYSLPTDPTEKYIYLGTEDGRIYHLDISSLEDMKWTLVAQVNPIGQSMCVISAMTMTQKDGSELP
VDVIVYSGEGVDSQAIAVNHLKLDQIVSSDFIYQDNSVVIQTFTNRAPLMDYHVMHDEIAKQDKLITCAGQGKNGAVNVI
SQGYQATSITDPSPGWERFTNMWSGIVNIDGIETHCLTVSFMSCTKVLAAQNGDLVEITNQVCAKDDIKTVFSDTFIINQ
APMMIQIYDEAILISRCGNNIDYDQCLIWTPKELGLLNNYAIRFATLWKNEREEITVTLCLDYGEKYFLQSLLILQQDER
IFIQPCGNIEIQMEPCCLELITIGDPTNLRRVLVVGTFETLLNFYIVKDSAINLLHSENLALSPAEKFAVPGSISLIGSF
DNTSNTQHLLVGLRQGTLLCYTLNPYDMILINSPPIVRKLGLSAVYLVPTRSCDHVFARSNALWKIEINPGSLFSFVIEK
VLLPAFEFISSIVIFDAGLALGWSSQAEMIAVVADQQFHIFKLAESSRPNVQRISLGETPRKVLYDDAKKYAMVITTARN
RKPGLQLVDTSSGKLLGKTHMLLSDKSYDRDTIVLSTAEYLTHSLTAEWKVPHRGRAYKYLCVGMGHLRDSPAFSRAQSS
EDKPRSSTTGSLHLYRIKETFRSDTSALGNQPMYTLHPVWNQDGLSEGVYAICPHSEGLLFSTGNVLHLYHLDPVKGRLV
EITRKTSRSFITSINVIGDRICVTSHTESISFYIFNRQTNQLEFSKSDPISRSIHHLLMVNSRIAIGMNYSGGMVALFDD
PDDKSFEQRLVKLFSFHYPDIIIRPSFGTLKATSLFYHSQERLAGHILAWTEGFDPNEPCHTEPIFGCTIAGGIVTIYRI
SPSLYALLFALQNQLLRYGPTSPLLGSWRDFCKWYSRLSGGEYHAIHGDLISLYMRLSSREQRILVESNSTGDILCSVQP
FLNSSDLVALSSQFDQSQSDIVAGVLRKLVQELECYC*                                          
>Pbla_Phybl2_185106                                                             
MTYHKYVVTAQKPTATQFAVKGSFTAPNDTNLVLGKGTRIEIYTLTPDGLKPTLEFSIYGTITAMTLHVPPGRDKASLFL
LTARHKYCVLNYSESSQQVLTEASGEVLMPGEMRMETGNIRTAMDPSGIYFAATLYQNILTVIIPSECARNREGTNHRRR
SSLKTRESRRRHSQTKSSTPQDFVHINLADMFVVSIAFLQNSDEPTLMVLYDTPVGHRFLELFTLDLRNRELVPYKMKPE
RFGRDANLLIPMPAPVGGVVVISGQYIRFIHPDKNPRAIGIRPCTINSYSIMDQSGSRIMLADTDGTLYLLAVTLDNKTV
DRLSLISLGQIPLPSCLVYLDNDVVFVGSTLGDSQLVHIMECDDTTSGDVQLEVLEEFPNLGPISDFCVADLDKQGHNQL
ITCSGVGKDSSLRIIRNGVGLNELAAIEISGVKGVWALRPLFEDVHDDMLVISFFNQTRILQLRDSTMVPVESHSGLALD
QRTLVTAVMVGNLIIQVTEHSARLVESTPDGNLLDEWKAPEGTQITVASVNPTQCVLSTGFGQLIALQVSNNRFEEIGQL
EHEVSCIDISPTDTSLASSVVAVGIWGNVGVLLLSLPYLNIIAEEPLAGTVMPRSILMAKFEEICYLLVALGDGQFYNFK
LDSRQGKLWDKKRTFLGKQPISLGSFTSNGTTHVFAASDKPSVIHSRNQKLLYSNVNLKEVRCVTSFNSVSFPDAIALTT
KEGLLIGQMEEIQKLHITKIATVDTPRRITHQESTRTFGLVTESSQQQLSSNGKPLMGGFELIDDQTFAVLDRIYFQAPE
RPLAVASVVFDNDANTYYVLGTGKETDAYDAVGEGRLLVFTVKDRKLDLVFQIKAHGIVENIRPMDGKVLVTSRGQINIY
SWETGLSGKGYLVSECSHTTPTVTTSVASCNDMIVTGDTVCSMTALHYNPKTHTIEDLGSDEMHQQVTAVEALSQDLYIG
AEREGHLFVVERSPSDSTESFQEEPLLDTVSQWHLGEMVNQFRFGSLGVDNSDPDSQTVSSSIIFVATSGSIGMIVDLSA
ERFNLLRQMQSNMTRIANSIGELSHADWRNWSTVDHQELSCNVIDGDLIESFLDLTPQQMQGVVDGQNGGRKLDLSIEDL
CKVVEELMSIHS*                                                                   
>Pbla_Phybl2_183616                                                             
MFLYNLTLSPTTAINQAIHGNFSGTKQQEIIVARNTRIELLKPDPTTGKVHTILSHDVFGLVRSLAPFRLTGASKDYIVV
GSDSGRIVILEYNPAKNTFDKVHQETYGKTGCRRIVPGHYLATDPKGRAVMVGAVEKQKLVYILNRDSAAKLTISSPLEA
HKSHTLIHHIVGLDVGFENPVFACLEVDYTDVDSDVTNEAMENIEKVLTYYELDLGLNHVVRKWTEVVDIKSNMLIPVPG
GNDGPSGVLVCTENFITYKHQDMPDHRIPIPRRAQPLEDSSRGVIIVAYTVHRMKINRQTQFFFLLQSEEGDLYKVTMDH
EEGSVQGMTIKYFDTIPVATSLCILKSGFLFAASEFGNHQHYSFESLGDDPDDPEISSADYMEAEASQEETPLVYFKPRP
LKNLLLVDELDSMAPLMDAKVLNLADEETPRIYGLCGKGSRSSLRILNQGLEAAELAVSELPGNPSAVWTAKLRRDDAYH
AYIIVSFANATLVLSIGETVEEVTDTGFLTTAPTLAVQQMGEDALVQVYPQGIRHTHADRRVNEWRVPGGQSIIEAATNN
RQIVIALSGGEIVYFELDNQGQLNENQERKQMTSNVTSLALGDVPEGRQRSRYLAVGCDDQTVRILGVDPDACLESVSMQ
AVQGVPSSLCIVEMLDTGIERGHGTQYLNIGLTNGVLLRTVLDTVSGQLSDTRTRFIGARSVRLFKISVQGRPAVLALST
KPWVSYTFQNRLYLTPLSYDALEFGSAFISEQCAEGVVAVAGNTLRIFTVEKLGTIFNQVSIPLKYTPRRFALHAPTKTF
VVVESDNATFSPDEKKKGLAIKESEGFEIDEDIVNLDPVQFGHVRAEHGKWASCIRLIEPFQGETLHEIELEENEAAFSV
AMVQFRVNPHAADASEVFVVVGTAKDVVLAPRSCSSGFLRVYRPVQDLQGRLQLDHIHTTAIDEIPMALLGFQGRLLAGV



GKALRIYDIGKKKMLRKCENKGDRIIVSDIQESIHYAVYKRTDNRIAVFADDTTPRWTTATAMIDYDTVAGGDKFGNFFV
DRLPQQLSQEIDEDTTGNRIFYEKGYLHGAPNKIDNLCHYFTGDIITSIHRTTLISGGREVLLATSLLGSISIYVPFVSK
EDVDFFQMLEMHMRAEAPPLAGRDHLAYRSFYTPVRSVIDGDLCEQYNTLTPDKRRAIAEELDRSVAEVQKKIEDMRVRS
GF*                                                                             
>Mcir_Mucci2_106809                                                             
MSNKNSYHVVTTINNPTAVTCTAKGRFLDAEYDNLIVCKGSTIEVYSILADGIKLATEFSIYGFISKIQACTIPNKATCS
LFILTDQHYYTIITYDTALQKMQTEGHGQLNEHNARVTDQPISTVIDLKSSTVLVSAFTGLLFSVPLAPKTDIKGKQKEG
NRSAPFVSSSIRTNEFDFLSMVSLRGIHQSYIAVLLGEINDLKTIKAFRYNASLNEITENDKMQVGVEATTHTLVAVPDP
IGGVLAIGEYIIAYYDLSSSGGAPKELSIDPTLVTAVAFLENSYDHCMMGDAEGYLYMLTFDITNLKVQQIHSTLIGQAC
IPNSITHLGEDLFYIGSLQGDPCVIRLNKVGPKFSIDILHTFSNLGPIVDFCLFDYDQQGKQTMVCCSGVDKDGSLRVVE
NGVGFLEQYELDIPLITQVFPLTIPKTFCDVLVISTFDRTLVLQQTSEAEMKEFTKYSGMVHNEVTLAAVINQEGYLIQI
TKSSARIMSASDQGSLVFEWKPPKGEYIAIAQLNETQCVLCCGTGMLIYFDCAGNTLRQISYLQLPDVACIRLCPLKQDG
IDSDYVLIGMWSKPKALLLQLPHLEIVLEHSLKETGPRDLLITRFESKYYFMILLGDGQLLSNEIQLKGNVAQIMSERQT
MVGTYCTAMYPYVHQDQKKVFIAGSRPTIVSSLRETLYFSAVNIKDVFAFATFSQHILLMTDHGLLFGQIDANQKLHHNK
FKIENDMPVRIRYMNQAKALAVGTLYKEKNNHNGFLTNRGNIRILDAQTFQVLDTYPLPGIETVESMVMASFSGYPNKEY
LFVGTVIENADDPDASHGRILVFDIKENYKIELLEAIDEPGIIYDMRAFQNSVVACVNGSIYCLTKFAPDLPRGQRVTFE
INVHKNVLALSLDTRGDKVLVGDLMRSMSVLKMTSQNPLKLDVLAVDSKPAWMTAVKFVNDYTYIGADDKNNIFTLMLNA
SDNSGGNISKLQLKGGFHVGSLINCFRPDILVDVLSTGANDHDALTKSIEGSFTFATVHGSIGTVKTISHKAFELFSAVQ
KNILAESTSIGNLKYASWRNYKPQLHHHQDMTTYLDGDLLKKFQYFNLTIKHKILQHDLLKNYTIVEMEGLINSLVS*  
>Mcir_Mucci2_108086                                                             
MGIQAAGGSLEWLTVHPVTESNPNMLQSQLEQSTFGIINDAKLLSMAYQEDDDSSGSIMEQDHAAAADYQEMSYAKKTRR
HARIQGNDVIVALSEYGKLVFITIIQDALTRRFETLAEVYLDSPGLEYTKKGKKLAIDPCGRAIAIASFQDHFDILILDK
TTSRIHFDPIIGRGSEFEEGIIWQMEFLHTESDAMDRILLVLTVYNDVERLCRLVLYSIDASDMKNVTIEKISRLPLEKN
TPLPLLLIPLSFQTEAFLLVTEQNVSYLKADDLACGNVLYPTSQIPRNLECPLFTAYAGMLNNYERYIYLGSSEGHLYRL
GVDVWGEREVNIDWQPLDATSPISQAMCVLGRMDVEEPRGFRGTDVLLCAGESADNHVLAMCTSTLPFRRDVVQTIVNRA
PLTDYQVADNFIGDQDAIITCSGQDLHGALSIVTHGIEATHMAQSSRYEWKGVSRLWQIKASVSLKEQVSCLVVSSLLDT
RLLCAKDGHIKDITSSSNIEFNTETVYATSITINNYSLLLQVHVAGFSVIDVGSKEVLLDSSPLIGSDDRIEMAACWQQG
DAVYVAFCMIRNSSFSLELVRIATHSTSSFSLSDKQIASEPLPYCPSCLECFNVGSKASLVVGTFQPSILIYTVENELLE
QVQQVDLSLQEPGSFTVPYSAAILSSWLVFGLRQGSILCMPIDFEHESIYLDSQASQIIHVGQSAVDLVPCQDGMYALSG
RLWKIACTVDEDIHLDRVLVPKFDFINAFCLFDCGLPTLYGERIALIADDKLHTFALSPDTQLSTRKIELKDTPRKIIYD
KSLDYLIAITTRMENGDRKNFIRLVDLASGHILTDNQLLWTNTDYGRSDMVLSATEWSVQNKHKTYKYLCVGLGHPKEPF
HSFRSGMSARVSKALMDRGTLLLFRLKTNNKFPLKRVWDQEKLPGGVFAICPYSAGLLFSAGSHLYLYRLDPATGRLVEV
AHKALQYLITSIHEEGGRICVTFHNDSVSFFEFDPLLKTYDFLKSDVVSRSIHHSLMLNNRLAVGVSQSGGMVALYDDPN
DKSFERRLKCLFNFHYADIIVKPKLATLRTQTHVPSYLLPWNQDATVVKPIVGCTVSGGMIHVFRISEPLYQLLHALSDE
LIEFEPTKPLLGNTDNFRWFCKLSGAEQATIHGDLVEAYLRLSPDEQLAVITDEHGQIKMSIQTALSDFITGDDSDEDPI
DLLEDILQSFENFK*                                                                 
>Mcir_Mucci2_139582                                                             
MSAYAVYQELFPPQTVEQVETSHFTSADATNLIVAKASLLQIYEFVEYIPDQTVKANSDTQPQGDNNNDDDDEDDTAHMP
IKQHKDIAESSSGRLELVAQYKLNGTIATMGVVKTSSPRGKEGCDSLLLGFSDAKMSLLEWSPETNSIVTVSIHYYERDE
FKKEFLTNPYPSNIHIDPQQRCAVLNFYDNKLAVLPFRQADKLDERQGEADDDEEAQKWPYLPSFLIDLETIDGRIKNVI
DMVFLSDYYEPTLAILFQSEQTWTGRLASVKDTVSVVVISLDLTAKIYPIIYSIDKLPYDCIKLVAMPKPVTGVLVIAAN
SLLHVSQGSPGVGVAVNGYARKTTEFPGMIYQDKLVNMGLTFDGAKALAFGGDRCLIFMQNGDWAVVQMKMDGSKVVGMN
ITEIVHKVNLGAKAYSDLPPLATVPSCVTNVNNEYFFLGSRVGDSLLIKWKYSKEMLGSKSQLQKDNDFAFRVCDTLLNT
GPIVDMTIGDVESNHKSEEDEEESQSPVAGIPNLELVSCSGHGRNGALCVFQRHIHPQTSFSFKQSDSQAIWSIKCRKEA
IFETTRKASISSLDNDKNSRWETIQADSAFDEAFDKLLFISKSKSTMVLSAGDELQELVKTGFYTRGPTIAVNTLFNSTR
IVQVYATGVMVLTPEGKRLRTIPIRGSKIIDASIRDPYIILTLDNNKILALKGDAETAEITSIQLPSYINKTSIAMASIF
ADTSSLFSSEDVKMETAVTAPVSSVLDNADLVDDDDEMLYGSEDTKDPLATSSAFDISFWALIYTTDGTLQIYSLPDFKE
YFTCPQFDIAPDLITDQPRDNNSNNKKNSTNSSSSIIQEILMTNIGRERKDPHLVARTETNDIIIYKAFSFVPSNNDTKS
DRLALRFSRVHHEYVSRKSASSAAEESKKSKKKEIIDEFDIPDLDLDEEEEEASKKPAKKLEKQRPKKLLIPFTDVAGYT
GVFVAGSQPAWLMNSCKSFVRVHPMKTKNEVIGFTQFHNVNCKHGFITVDAKSTICLSGLRTDGVIYDLDWVMQKIPLGQ
TVHKIQYHPVMRVYAVLVSSEQPVNLHKEDDAPAPDNDQDASTTHGEREPGEFLPQIDRFSMIMVSPVTWEIVDRVDFEE
FEQCFSLQCAALESKQTSTGRKHFMVVGTGVLRGEDTTMRGSIRIFDIIEVVPEPNNPQTNHKFKHLHTEDVKGAVTAMC
NVSGHLASCIGSKVIVWSLEDDESLVGVAFIDVQIYVTSMSAIKNFILLGDAQKSIWFLGFQLEPAKLSLLGKDYQSFEV
GCVDFIIDDKSLYLVVGDTSENLDLYQYAPFNLQSFGGQKLMRRGDFHVGSQVQTMVRLPQIEKTDKGFEYSRRHFCLCG
TFSGSISVLSPISEKTFKRLSTLYGQLVNNVQHVAGLNPRAYRLIKGPKQRMASNRTKAVLDGDLIFEFAGLSIERQKET
TKQIGTTVPRIMEDLVDIEFSIDHF*                                                      
>Mcir_Mucci2_186882                                                             
MFLYNITINPTTAINQAIYGNFSGTRQQEIIVARQTRLELLRPDASTGKVHTVLSHECFGLIRSLAPFRLTGGSKDYIVV
GSDSGRIVILEYNPTKNTFDKVHQETYGKTGCRRIVPGQYLAADPKGRAVMIGAVEKQKLVYILNRDSAANLTISSPLEA
HKSHTINHHIVAVDVGFENPMFACLEVDYSDADTDPTGEAAKEAEKTLTYYELDLGLNHVVRKWSDVVDRHANLLVPVPG
GNDGPSGVLVCTENFITYKHPEQEELRIPIPRRAQPLEDPKRGIIIVASAVHRMRVDKKTQFFFLLQSEEGDLYKVTMDH
QEGVVNGLTIKYFDTIPIATSLCILKSGFLFVANEFGNHHHYFFESLGDDDDDPEISSADYMEAEAEQEERPLVYFKPRA



LKNLSLVDELSSMAPLMDSKVLNLADEESPRIYSICGKGSQSTFRILNQGLEAAELAVSELPGNPSAVWTTKLKADDAFH
AYIVVSFANATLVLSIGETVEEVQDTGFLTNEPTLAVQQIGDDALLQVHPRGIRHIRAGGRVNEWKTPNGQVIRQAATNS
RQVVIALSGGELVYFEMDNMGQLNEHQERKQMSSAVSALALGDVPEGRQRSRYLAAGCEDQTVRILSLDPDSCLEAISMQ
ALQGVPSSLCIVEMMDTGIEHGTTYLNIGLTNGVLLRTILDTITGQLSDTRTRFIGAKSVKLFKIWIQGLPAVLALSTKP
WVSYTFQNRLYLTPLSYEMLEYGSAFVSEQCPEGVVAVAGNTLRIFTVEKLGSIFNQVSIPLKYTPRKFALHPPSRTFVI
IESDHATYSPEAKASGILEKEQEGFEIDPEITDLDPVQFGNVRNAEGKWASCIRLVEPFQGTTLQLIELEENEAAFSVAM
VQFRTNPHATDANEQFVVVGTGQNVTLTPRSCTAGYLRVYRVVQGENGVLRLDFIHKTPLDECPYALLAFQGRLLVGAGK
ALRIYDIGKKKMLRKCETKTLPNCIVNLHTQGHRIIATDIQESVHYVIYKHVDNRLVVFADDTIPRWMTASTMVDYETVA
GGDKFGNIFVNRLPEHVSREIDEDTTGNRIYHEKGYLQGAPNKVENLCEYFTGDIVTSIHRTTLLSGGREVLLTTSLLGA
ISIYVPFVSKEDVDFFQMLEMHMRAEAPPLAGRDHLLYRSFYIPVKSVIDGDLCEQFNSLPADKRRMIAEELDRPVADVQ
KKIEDMRVRSGF*                                                                   
>Mcir_Mucci2_181602                                                             
MTFHKYVVTAQKPTATQFAVKGLFTSPHETNLILGKGTRIEVYTLTVDGLKPTIEFSIHGTIIALRLYTPQGRDKASLFL
ITSRHKYCVLSFDASQQIITESTGEIGSKETKRRQTHDTIYHPQDYMNISLPDKHIVSLAFLQDSHMEPTLLILYDDSLG
RRYLQTFTIDAKNRQLVPGNIVMDHFEPDANTLIAMPAAVGGVVLIAGKFIRYLKPNQPPVAIGIRPSTINSWSIMNAEG
SRILLGDAEGMLHLLTLNILQHRVDSLSFIGLGSTSIPSCLVYLDNDVVFVGSTVGDSQLIHVRRTDDTAAAAENGDILE
VIDEFPNLGPITDFCVADLDKQGQTQLITCSGVAKDSSLRIIRNGVGLNELATIGISGVKGVWALRPSFHEKHDDMLVIS
FVNQTRLLALRGNTMTQLDTYSGIDVNSRTLIAVNVKEDMVIQVTDKSVRLMDANGQGGLLDEWVPEGNAQITVASVNPS
QCVISTGYKRLVALQIRDKRLELLGTTQLPDEISCIDISPIDAENPLDSSVVAVGLWENVGVCLLSLPDLRVIHEEKLAG
TVMPRSILMAKFENICYLLVALGDGQFYNFKLDTKEGALSDKKRSFLGKLPIHLSTFTSNGTTHVFAASDKPSVIHSRNK
KLIYSNVNLREVRCATSFNSVSFPDAVALTAKDGLVIGQMEEIQKLHITKIPTSDTPRRITHQEASRTFGIVTERISSEP
YTASTTTGGFEILDDQTFKQLDRIYFKQFERPLAATCMTFENDNTEYYIVATGRDTDEYENKSVGRIIVLQVTSQRTLRF
VSQVKTDGMVDCIRPFQGRLLASVKGVVHVYKWEETSTLVSTCQKQLPSITETMTTRNDLIITGDMAYSIVVLRYDSKSD
TLTEVAAHEKLKEVLAIEAADDNVYVAAERHGHLFVVEKCLDESMNDEPLLETVSVWHLGDTVRKFRFGSLGMNNADPDR
KPEAPTLIFATASGAIGLIADLTADRFKLLDQMQYNMTRVVKSIGDLSHIDWRSVSIMDRKDEAVNFIDGDLIESFLDLT
PQQMQAVVDGLYGGRKLDKSVEDLCKVVEELMSAHP*                                           
>Rory_4461                                                                      
MSAYTIYQELFPPQTVEYVETSQFTSPDATNLIVAKASLLQIYEFVEYVPEAVEEEEETPSDNELANERLNDTEDINLTY
PKLKPLKKGGMISDTTLGRLELVAQFKMNGIITTMGTVRTNSPRGREGCDSLLLGFSDAKMSLLEWSSSTNSIITVSIHY
YERDEFKKEFLTNPYPSAIHIDPQQRCAVFNFYDNKLAVLPFRQSDKLDERQGEGEEDEEKWPYYPSFIIDLATLDSRIK
NVIDMTFLSDYYEPTLAILFQPEQTWTGRLGNNKDTVSLVVISLDITAKIYPIIYSIDKLPYDCFKLVAMPKPVTGMLVI
AANSILHVSQGSPGMGVAVNGYTKKTTDFPGMIYEPSLIELGLSLEGAKALAFGGDRCLIFMQNGHWALVEVRRDGNKVV
GMAISEIKHDLPVMEKKPPRFDTPPLLASVPSCVTNVKAGEYFFLGSRVGDSLLIKYDANRVNHQSVAPPVFRVCDTMLN
TGPIVDMAVGDVDTVEQQEDWPQLELVSSSGHGKNGALCVFQRHIYPQTSFAFHQFDSQAIWSIKCRKNDQQQNEDDDFD
KLLFISKSKSTLVLSAGDELQEVKTGFYTRGSTIAVSTLFDATRIVQVYATGVMVLTPEGKRIQTVPIPRGAKIVEASIH
DPYILLTLDNNKILALQGDASTKDIIHIQLPNHIKDVGIIMSGIFADASGLFMSVSERIKTTEAAKAAASEAQRQKKRKA
EEENQSMKKKMSKTIATFEFDEIDMDLYGEDILDAVEPNNEEKKAEEKPVKEEQVKKESIKEEVDEANVSLQGTGINMTQ
VTFWCFTYTTTGILRIYSLPDFKEHFACPQFSIAPDLIVDDSGVKSRIPTNNIQEILMTHIGKERKDPHLVVRTDTNDII
IYKAFTYLDESSPDRLALRFSRVQHEYVSRKSSSHESKPKKKRGIIDEFEIPDTDLNEEEEDLKLSTKKMDKKIQRKLLI
PFTDVAGYAGVFVAGAQPAWLMCSCKSFVRVHPMKTEHEIVGFTQFHNVNCQHGFITVDSKSTIQLSRLRTEGINYDLDW
VIQKVLLGQTVHKIQYHPVMRVYAVLVSSSVPTRMKNDDNQYIDGKETDERGPGEFLPEMEQFSMILVSPVTWEIVDKVE
FEEFEQCFSLECALLDSKQTSTGRKYYMIIGTGTLKGEDTTMKGSIRMYDIIEVVPEPDNPQTNHKFKPVLTEDVKGAVT
AMCTVSGHLAACIGSKVIVWSLEDDERLVGVAFIDVQIYVTSMSSIKNFILIGDAQKSIWFLGFQLEPAKLTLLGKDYQS
FDVGCVDFIIDDKSLYLIVGDTNENIDLYQYAPFNLQSFGGQKLMRRGDFHVGSQVQTMVRLPQIEKTEKGFEYSRRHFC
LCGTFNGSIAVISSISEKTFKRLNTLYGHLVNNLQHVAGLNPRAFRLIKGPKQRMSTNRTKAVLDGDLIFEFAGLSIEEQ
KETTKQIGTTVTRIMEDLVDIECSINHF*                                                   
>Rory_14295                                                                     
MFLYNLTISPTTAINQAIHGNFSGTKQQEIIVARQTRLELLKPDAASGKIHTILSHECFGLIRSIAPFRLTGGSKDFIVV
GSDSGRIVILEYNPVKNIFEKVHQETYGKTGCRRIVPGQYLTADPKGRAVMISATEKQKLVYILNRDSAANLTISSPLEA
HRSHAIIHHIVAVDVGFENPTFACLEVDYADADTDSTGEAAQNAEKILTYYELDLGLNHVVRKWSDVVDRKANLLVPVPG
GNDGPSGVLVCTENFIAYKHPDAEELRIPIPRRAQPLEDPKRGIIIIASASEEGDLYKVTMDHVQGTVQGLTIKYFDTIP
PAISLSILKSGFLFAASEFGNHRHYFFEGLGDDDDDAEISSAVYMEQETYEGGIPLVYFKPRPLKNLSLVDELESMAPLM
ESKVLNLADEETPRIYAICGRGAQSTFRILNQGVEAAELAVSELPGNPSAVWTTKLRADDQYHAYIVVSFANATLVLSIG
ETVEEVTDTGFLTNAPTLAVQQIGEDALVQVHPHGIRHIRADRRVNEWRAPQGQTIVEAATNSRQIAIALSNGEIVYFEM
DNMGQLNEHQEHRQMSAYITTLALGEVPEGRVRARYIAVGCEDQTVRILSLDPDSCLEPISMQALQGVPSSLCIIEMMDT
GIEQGHGTQYLNIGLSNGIFLRTILDTITGQLSDTRARFIGAKSVKLFRISIQGHPAVLALSTKPWVSYTFQNRLYLTPL
SYEMLEHGSAFVTEQCPEGVVAVAGNTLRIFTVEKLGNIFNQVSIPLKYTPRKFALHAPTRTFVVIESDHATFSPSEKAK
GIIEKENEGFEIDDDITNLDPLQFGHVRNAAGRWASCIRLIEPFEGRTLETIELEDNEAAFSVAMVQFRQNPHATNSSEQ
FVIVGTGQNVNLSPRSCTSGYLHVYRVVQGEQGQLRLHFIHKTPIDDVPYAMLAFQGRLLVGAGKSLRIYDIGKKKMLRK
CETKSIPNCIVSLHTQGHRVIATDVQESVHYVIYKHADNRLVVFADDTIPRWMTGSTMVDYETVAGGDKFGNFFVSRLPG
SISREVDEDTTGNRIYHEKGYLQGAPNKIDSLCEYFTGDIITSLHKTTLLSGGREVVLTTSFLGAISIYVPFLSKEDVEF
FQMLEMHMRAEAPPLAGRDHLLYRSYYIPVKSVIDGDLCEQFNTLAAEKKRMIAEELDRSVADVQKKIEDMRIRSGF*  



>Rory_14733                                                                     
MNTCHVVTTISPPTAVTSAARGCFTQPAEENLIVCIYGTIRNLQVIQLPDKSTCSLFILTVHQCYTIITYSLKTQSIVTE
FSGQLNITNARETDQQVVVTVDKTSEMIFVSAFTGYVIAIPFGKPAPGAKLTSKNRDTKASRFMQIPIRTNEFDFISVAA
LQQGGYLSVLVGEMEDLKTIKTFKYRDEYKDLLERNKSTIKVEASTHALVPVPEPLGGLLVIGEYIITYFDPLTNTNREL
SIDPARVTAWEFMKDESNRYLLGDEEGYLYVFSIETSHNKVVNLSSTFIGQVPSFNQNIESKANHPQVSRPSCIVDLGNL
MFYIGSTHGDSCLIQLIKGQEKSKYTVKVLSTYSCLGPIVDFCLYDYNKQGKQTMACCAGVEKDASIRIVENGIGFSKKY
ALDFPLVYAMWTLSLDGDRDSLLISTALDTVLLKPSDQEELEVTQHTSYSALDTSQMTLAADMFNSFIVQATSSFVRMMT
NDEYGQLIGEWKPPTGTSIAIAKIKDSHCVVCCEGDMIIYLEMTNKGFIEKSKRQLKNASCISISTRKENETLYDYVVAG
TCGSNPSVVFLQLPDLEVVLEHKDMPSTTGPNDLLVVTMEKVLYLMVLLGDGQMFSYHMEVGSEDVILESETEIMVGTYC
TAMYPYQHGQEKRVFVAGQRPTVISSFHQTLFVYSVNLTYELPGEMPLRIEYISDIKALAVASCTNVHDPNKNIIERTGK
VRLLDAQTFQAFTIENSRCELIDAVDMPGVVYRMESIKNTIIAAVDGKIYGLYNFKPDLLKGERIEFKFLLHNNVVALDM
DTDNNDTLLVGDLMESMSLLKVEKDEESLKLSLEAVDNKQVWMTAVKFVNENVLIGADDRHNLFTMIKPEIRQEGKTCKL
ELEGGYHLGTLVNRFRKDILRDVENASDNIDSISKYESEFTFATVNGSIGTVKTISRESFEFFKGIQEGILNILPNNGNL
DHGLWLS*                                                                        
>Rory_16678                                                                     
MQDRFDIFLLDTDMSRTRFDPIIGRGFKIEKGIIWHMEFLYTESASRDRILLALVVYNDVEKLCRVIVYFIDASDIQKIR
IERIGRLPLESNTPLPVLLIPLQFQFESFVLVTEQQACLLTSDDVACGNVLYPNSPIPRTFATMECSAEGHLFKLYISSS
GEIQWFFIDAVNPISQSMCMLGTAISVNQDDSIRNDILLYAGECANSQVIAVPCYDIDEWPASKIIVLQDLINRAPITDV
QIMPEISGEQDAFIACSGMGKQGSLTIMTHGVATSTLACSKAQWKGITRLWSINDLSSSPQDTPGLLASSSIDSKFLVVK
G*                                                                              
>Rory_17352                                                                     
MSYHKYVVTAQKPTATQFSVKGSFTSSEEINLILGKGTRIEVYTLTPDGLKPTIEFKGSGEFTFPGQPRNETTNVITALD
PSWRYLAATLYESTVTLLIPEASQHPTVPIQRKVSLRHKEGKRRPQEYNHPQDHINISLPDKKVISLAFLQDTLDPTLLI
LYEDALEQRLLQMFTIKDRQLVPGDIILDHFESDASLLIAMPPAVGGVLLVASKFIRYLKPNQPPIAIGIRSSTINSHCI
MNEEGSRVLLGDAEGLLYLLALNTTNQCVESLSFIYLGSISIPSCLAYLDNDIVFVGSNLADSQLVYIQRTTGESEDILQ
IIETFANLGPITDFCVADKGGQTQVITCSGAGKEGSLRIIRNGVGLNELAMIPISGVKGIWALGEYDLLLMSFVHQTRLL
QLQKDHTIVQLDTFSAIDLNARTLVAGCVVDGMIIQVTDHSVRLMDTMSLLDVWSSDELITVASVNPTQCVISLGFGKLV
ALQVLNRKLNVIGETRLSFEISCIDIHPIGSRTESAFVALGTWNSNTNVCLLSLSDLQPIAQKSLGGTVVPRSILISQFE
NTVYLLVALGDGQFYNFKLDSISGQLSDKKRTFLGKLPIHLSNFSLNGVTHVFAASDKPSVVHSRNQKLVYSNVNLKEVR
CATSFGCHAFPDAVALITKEGLIIGQMEEIQKLHITKIPTIDTPRRIVYQESTKSFGIITERMISDRYRPSTVTGGFEVL
DDQSFTVLDRIYFKEFERPLSVTSVLFEDDPNEYYIVASGKENDGLGRILVLQLASDRKLRLISQLKTGGMIDCVRPIEG
KLLASIQGTLYLYRWQSQRLVKVSSRRLPSVTRCMTTHENFIMTGDLAYSVVMFQYDRQSDQLLEVAAHEKTKEVLAMKA
IDSNLVIGAEREGHLFVLEHCQDEVSADEPLLDVISTWHLGDVVSRFRFGSLGMNNVDPDSSPIAPSLIFATASGAIGVI
ADLSPERYKLLYQMQCNMCRVVKGIGELSHTDWRNVNIMYRKEEAMNFIDGDLIESFLDLSSQQMQNVVDGLHGGRKLDL
TVEDLCKVVEELMSIHS*                                                              
>Amac_AMAG_04409                                                                
MTADSVLVRLVRSSDHVTTFAVGQFLVQDRYDVAVVKYDTVELYALEPDTLRLQHLVRQCFFAPIARVYAFPLRDQDVSV
FDDVDDFDVDDVAHGDDAAAGADADRDDKENVGAYLKRCAWRGTDFLAMTSENGFLDLLALVQDPTSGKVKFVPVKTVML
STKHTAFDHRDLGSHLSVHAGTRDIAIAAFQDTLRVLSVPSPSSYLVRGAADPVEHDVDLGALVIWHLFHLQSYTFAPKN
HLVAVGYRDVTKQAVAALVERTEQGMTTYVLPFDAGTPTITAAFPLPFRHDACCIVTENEVLLVTVSDMTNGNVNLARSR
LNATGLVCSSCPIPDRITPYVYLLTDHGDLVQWRPDQPECRRVQRLNVHDAQLAYLGRDVLEGIQVDVLLAMSPVSDWHM
LLIGDAVAHTIPVSTTISPVSHAIAHQSQLLAASGDTLTQVISEMDFLVESESSSDFEGCGTAASGSVQRRSRLIPNLPH
LAPRRSCCNCKVHAHPLTLLSTGPLTSHVFFGPDGELRAAAGAPWRLDATTLAFFAHGNVTYQVLADEIRGQSTTSLEQR
AWRPDAGITIVKATPGAAGLVVLLHAGTEHRVVIIDFDLPPGATVTGAPLAAPPTCVAVCGDMVLVGNYDAQVVVVAGKD
APPPNPIALGGVARIPNSLLVHLDRILIGCRDGTLVVADDVSHAVVAHVAVGVGPLALVAAHGRAWCVSDSRLFEIVIRG
GRVRAVRVHVGAAHVAPFVDGALIVVAPDRLVVGRVGDGVVVRKHAVRNMPSVTRLLAMDDVALACHAKPRKSLIQVLDD
AWYPVSDLTLDQYVMCWQVWSMPSQSAKILVGTASVQNQRITGGQFLVYQLQHNSLALDPKPYRSHQFQFPVRALVPLSK
MRFVAAVGNTIMVHALDTVSKSIVAVSDFAVRTTITCLAANDAWIAVGTIRDSVMLLRVDASGRNLELVGADRLARHVLD
VVWWQGMIVGCDRQGSVFGLEHDPHSEIHALKTRFDVRLGHQVVNVVVVPSTNDDGDSRDRVCAVTATGAMYELALTSEP
ALVEVQDTMATRSYMRVRCPFQPRAKTLDMALLDQYEGDRSEVLEALDRWRV*                           
>Amac_AMAG_07346                                                                
MHLYNLTLQGATAIKHAVVGSFAGGRTQEMVLAKGGSLELVRVEIAPDESARIIQLIETPVFGVIRSLASFRVTGGSKDY
IVVGSDSGRIAILEYMPATNSLVRVHLETYGKSGVRRIVPGEYLATDPKGRAVMIGALEKQKFVYILNRDAAIRLTISSP
LEAHKNNTITFSLIGVDVAFDNPIFAAIEVDYSDVDADPNGEMPVMVDKVLTYYELDLGLNHVVRKWTDPIDPTAHLLIQ
VPGGSDGPSGVLVCSENWITWKHQDHADVRVPIPRRVNYLEDPSRGLLINTSVTHRLKNRFFVLVQSEEGDLYRVTVTVT
DGQVTSLNIKYFDTVPVASSLVILKAGYLLVTPEFGNQVLFRIEDLGDSDDEQPEYTSDECIDGSFVYFKPRPLRNLAQV
HAVDAPHPLIDAKVLNLANEETPQIYALCGRGAQSTFRIMRPGLDMAEIAVTDVPDKPTAIWTTKLRATDPVDAYIVVSF
PRSTVVFAVGESVEEVTDSGFLGDVPTLLIQQLGDDDLVQVHPHGIRHIKADKRTFEWKAPANRYITHATANRRQIMVAL
NGGELVYFELDPTNLLNEYPERKIMSAPVTCLDLGEVPRGRLRHRFAAVGCADNTVRVFSLDPDACLEGLSMQALTAAPE
SLCMITMHDPNGMGENPNAVYLNIGLQNGVLIRSTVDQGSGELLDSRLRFLGPKSPKLFRVSVAGSNALLALSTRTWLHY
AFQGRVHMHVINYDPLDYAAPFASELFAEGLVAIAGNTVRILMPDKLGRPLQHQTVELNYTPRAFVHHPTSHHFVVLEAD
QNTYAPAELDQLLKEKAAEYEDESVVAYRDEFPESQYGLIKARPGKWASCVRVLNPTDGMTAQLLHLDPDEAAMSCALVQ



FTAQPSDMYVIVGTVMGLEYPRTHRGARLRTYKFIDDGTHIALVHVTEVDDVPRAMTAFQGRVAVGVGNALRIYDLGKKK
LLKKCEASTKLPTLVTWIGTMGVRVVAADLQESLHYFQYRPQDNRLVAFADDAVPRWVTAAHMIDYDTVAGGDRFGNFFV
DRLPQQLAREIDEDPTGNRVLYDKPFLNAAPHKLDHVANYFLGDWVTSVTKAALVLGGRETLVYTTLGGSIGCLVPLVSK
DDVAFFQLLEIQMRNEAHAQASLVGRDHLRFRSTYLPVKNVTDGDLCEQFLALPLQKKQLIAEEMDRTVLEITKKLEDIR
ARSAF*                                                                          
>Amac_AMAG_08248                                                                
MHLYNLTLQGATAIKHAVVGSFAGGRTQEMVLAKGGSLELVRVEIAPDESARIVQLIETPVFGVIRSLASFRVTGGSKDY
IVVGSDSGRIAILEYMPATNSLVRVHLETYGKSGVRRIVPGEYLATDPKGRAVMIGALEKQKFVYILNRDAATRLTISSP
LEAHKNNTITFSLIGVDVAFDNPIFAAIEVDYSDVDADPNGEMPVMIDKVLTYYELDLGLNHVVRKWTDPIDPTAHLLIQ
VPGGSDGPSGVLVCSENWITWKHQDHTDVRVPIPRRVNYLEDPSRGLLVNTSVTHRLKNRFFVLVQSEEGDLYRVTMTVT
DGQVTSLNIKYFDTVPVASSLVILKAGYLLVTPEFGNQVLFRIEDLGDSDDEQPEYTSDECIDGSFVYFKPRPLRNLAQV
HAVDAPHPLIDAKVLNLANEETPQIYALCGRGAQSTFRIMRPGLDMAEIAVTDVPDKPTAIWTTKLRATDPVDAYIVVSF
PRSTVVFAVGESVEEVTDSGFLGDVPTLLIQQLGDDDLVQVHPHGIRHIKADKRTFEWKAPANRYITHATANRRQIMVAL
NGGELVYFELDPTNLLNEYPERKIMSAPVTCLDLGEVPRGRLRHRFAAVGCADNTVRVFSLDPDACLEGLSMQALTAAPE
SLCMITMRDPNGMGENPTAVYLNIGLQNGVLIRSTVDQGSGELLDSRLRFLGPKSPKLFRVSVAGSNALLALSTRTWLHY
AFQGRVHMHVINYDPLDYAAPFASELFAEGLVAIAGNTVRILMPDKLGRPLQHQTVELNYTPRAFVHHPTSHHFVVLEAD
QNTYAPAELDQLLKEKAAEYEDESVVAYRDEFPESQYGLIKARPGKWASCVRVLNPTDGMTAQLLHLDPDEAAMSCALVQ
FTAQPSDMYVIVGTVLGLEYPRTHRGARLRTYKFIDDGTHIALVHITEVDDVPRAMTTFQGRVAVGVGNALRIYDLGKKK
LLKKCEASAKLPTLVTWIGTMGVRLVVADLQESLHYFQYRPQDNRLVAFADDAVPRWVTAAHMIDYDTVAGGDRFGNLFV
NRLPQQLAREIDEDPTGNRVLYDKPFLNAAPHKLDHVANYFLGDWVTSVTKAALVLGGRETLVYTTLGGSIGCLVPLMSK
DDVAFFQLLEIHMRNEAHAQASLVGRDHLRFRSTYLPVKNVTDGDLCEQFLALPLQKKQLIAEEMDRTVLEITKKLEDIR
ARSAF*                                                                          
>Amac_AMAG_12973                                                                
MSINPYFVTAHPPSAVSHAQKGSFTGPNDVNLVVCKTTRLEIYLLGETGTELVHAENLFARVQVLHLVRPADRPTDLLFL
CTDRFQHALLSWDPSRNAFKTEQAGSLEEKAGRKLDENPLSFVDPHARLLGLNLYQGSLKVVPLDKSGSIRMSATATAAM
AVQNKGKKRAVMPSENVPSPFTIRMRENTVHSMVALDSPLPTVAVLYQDAKENRHVRVYGIIIKDKELTDPVLEVDVPNT
AHLLIPIPAPIGGFVVLDYRTATYFSADGSVRPAPLHLRQEFKIKCWSYIDPDGTRILVGNVVGSYAVLFLHAQQNQVTS
MSIYSLGSTTPCTSLVYLDNGYAYLGSHVGDSALIKLTEEPDATGNSLVVERTYTNLGPITDFAVLDAPGQPGAGQLVTC
SGAFSDGSLRVVRHGIEINEQVLIQVPGLVRVFACARGDHGAHDLLALSTGAATIVLTCTDGEIEHVETTPLRTHEPTVL
LAAVAGTNRIVQVTPTGVYLCDAVSMQQVDEWTDTRGTAIVAAELSGNALVVAYKASIVELTVAAKLQNPRPRQLGDDIS
ALDVHGTLVAVALWNRDVLLLSRPSFAEVARTTLDQFEARSIRIAEWDTGAYVLCGHGDGSLVAFEMQSGGAMVNPRKIV
LGTEPVRLARFVREGQALVFGSCDRPVVLYPSKSGKLTYSNVNLKSTADVCTLLNPNFGGEVLMVAKEEGLLVGAIEPIE
NIHIATYPLGGEMARRIAHHAPSATLAVLTERLEDAMTHEEAGFLKIFDDATLEVVSIERLAPTETPLSICILSTADGAE
QLVVVGTAFVKPTEEEPSVGRVLVYRVTPDRVLQLAIATTVKGGVYSLAAMPGGRLAAGIANRVQVFGLPASLTGGAKLE
PICYHAGFITALYIESRGDFLAVGDLMKSVTLLVYSEAARTLEVLAKDPAPSWVTAIAAVDDDHILAADANCNVYLARRN
AGDDADDAATRKRLELCAEWHGGEFINRFRRGCLHPVSDDGAVTPVLITASANGALGIIAHVMDSRTFELLLELQRLVAS
QLVPVGRFAYDEYRAFANERKVVPMHGAVDGDMVERYLELDPAVQANMAVALGTELKRADVTAEDLTKLVLDLARLH*  
>Amac_AMAG_14136                                                                
MSINPYFVTAHPPSAVSHAQKGSFTGPNDVNLVVCKTTRLEIYLLGETGTELVHAENLFARVQVLHLVRPAVRLLRWGHA
QKGTTLTLILFAIQDRPTDLLFLCTDRFQYALLSWDPSRNAFKTEQAGSLEEKAGRKLDENPLSFVDPHARLLGLNLYQG
SLKVVPLDKSGSIRMSATATAAMAVQNKGKKRAVMPSDDLPSPFTIRMRENTVHSMVALDSPLPTVAVLYQDAKENRHVR
VYGIIIKDKELTDPVLEVDVPNTAHLLIPIPAPIGGFVVLDYRTATYCSADGSVRPAPLHLRQEFKIKWCVTGPGQMRPR
SAAELTFRLLSSWSPVPACATEPSRVHEHLLAGLGPCTLTVLKSHIMCPLLIIVRFHTHQTTPCTSLVYLDNGYAYLGSH
VGDSALIKLTEEPDATGNSLVVERTYTNLGPITDFVVLDAPGQPGAGQLVTCSGAFSDGSLRVVRHGIEINEQVLIQVPG
LVRVFACARGDGGAHDLLALSTGAATIVLTCADGEIEHVEATSLRTHEPTVLLAAVTGTHRIVQVTPTGVYLFDATSMQQ
LDEWTDTRGTAIVAAELSGIALVVAYKASIVELTIAAKLQNPRPRQLGDDISALDVHGTLVAVALWNRDVVLLARPSFAE
VARVTLDQFEARSIRIAEWDTGAYALCGHGDGSLVAFEMQPNGAMVNPRKNCSGHGARTASRGLSTADVCTLLNPNFGGE
VLMVAKEDGLLVGAIEPIENIHIATYPLGGEMARRIAHHAPLSTLAVLTERLEDAMTHEEAGFLKLFDDATLEVVSTEQL
APTETPLSICILSTADGAEQLVVVGTAFVKPTEEEPSVGRVLVYRITPERVLQLAIATTVKGAVYSLAAMPGGRLAAGIA
NRVQVFGLPATLTAGAKLDPICYHAGFITALYIESRGDFLSVGDLMKSVTMLVYSEAARTLEVLAKDPAPSWVTAIAAVD
DDHILAADANCNVYLARRNAGDDADDAAARKRLELCAEWHGGEFINRFRRGCLHPVADDGAVTPVLITASANGALGIIAH
VMDPATFELLLELQRLVASQLVPVGRFAYDEYRAFANERKVVPMHGAVDGDMVERYLELDPAVQANMAAALGNTLGRGDV
AAEDLTKLVLDLARLH*                                                               
>Amac_AMAG_16201                                                                
MTADSVLVRQVRSSDHVTSFAVGQFLAQDRYDVAVVKYDTVELYALEPDTLRLQHLARQCFFAPIVRVHAFPLRDQDVSV
FDDVDDFDVDDVAHGDDVGKADADRDDKESVGAYLKRCAWRGTDFLAMTSENGFLDLLAMVQDPVSGKVKFVPVKTVMLS
TKHTAFDHLDLGSHLSVHAGTRDIAIAAFQDTLRILSVPSPSSYLVRGAADPVEHDVDLGALVIWHLFHLQSYTFAPKNH
LVAVGYRDVTKQAVAALVERTDQGMTTYVLPFDAGTPTVTAAFPLPFRHDACCIVTENEVLLVSVSDMTNGNVNLARSRL
NATGLVCSACPIPDRITPYVYLLTDHGDLIQWRPDQPECHRVQRLNAHDAQLAYLGRDVLEGIQVDILLAMSPVSDWQML
LVGDSVAHTIPVSTTISPVSHAIAHQSQLLVASGDSLTQVISEMDFIVESESASDFEGLDHLFALDDLVVLAYSTETVVL
QLQDGELRAATDAPWRLDATTLAFFTHGSVTYQVLADEIRGQSGTSLEQRAWRPDEGVTIAKATPGAAGIVVLLHAGAEQ
RVAVIGFGLPTGAEATGVPLTAPPTCVTECGDMILVGTYDAQLVVITGNDVPPPLPIALGDAARIPNSLLVHLDRILIGC



RDGTLVVADAASYVVVAHVAVGVGPVTLVAAHGRAWCVSDGRLFEVVVRGGRARAVRVHVGAAHVAPFVDGALIVVAPDR
LVVGRVGDGVVVRKHTVRNMPSVTRLLSMDDLVLACHAKPRKSLIQVLDDAWYPVSDLLLDQYVMCWQVWSMPSQSGKIL
VGTATVQNQRVTGGQFLVYQLQRNSLALDPKPYRSHQFQFPVRALVPLSKMRFAAAVGNTLMVHALDTVSKSIVAVSDFA
VRTTITCLAANGAWIAVGTIRDSVMLLRVDASGRNLELVGADRLARHVLDVVWWQGMIVGCDRQGSVFGLEHDPHSEIHT
LKTLFDVRLGHQVVSLAVVPTTTNDDGDGRDRVCAVTATGAMYELVLTSEPALVEVQDTMATRSYMRVRCPFQPRANTLD
LALLDQYEGDRGEVLEALDRWRV*                                                        
>Bden_Batde5_34564                                                              
MNVSTDEIAAEITDEIAAEIYLSHPLRPHGNIRSILSLTTLHTLNVLIHDSALVACTYNKTTGLTPILSTPVFGRILSAC
ILRSASRSILSKPTLSRRTIHGSTSADSCRKNPNLSLITKNRIRNSLNDLILCTSDSGFLSGIALCHSFTGYSFECIFQH
KIAPPGTSYTQLGHIVVSDPLASCIAVAAFHNRITVFPINSFSEDKGVPLFYSQQDIVLPKPNSNILHMAFLNMPPEFPH
IINLVVVVLVNREVEILLYEWNQLNGVISNFTQFVPYATGKEAVPLHLVSLPNLPTYFLIITESELLLLSSIDMKHFSRT
PRRQHIPGPFHSKEIRQDLEAIVSSVQVLESNTSDYEHLYITSDQGHIMYLRIARAQLTIHVVHVGEKRRPISLMKSLPS
SDNEHSLILFGSFCNGEIIHINAKSLCILGNEPISNDWNAGPTLDFCLADTLGNNTDTLYMTAGAAPLGYIQEIRHGVGV
LIDDTTKQFDGAIKLWGLRTSCEDTVDSLLVASFVASTRIMYMQDDEFEDISDISGFTIDVATLNTAACFVSGYFIQVHL
HGIIIARPLLDKTINNNTCTANWSPPNDHKVGFSAFYQDCVLLTLTGENSLMLLKVIIQENSNVQIESISSISLDIEPSS
QYYSTPINVPHSICIIKSKEISSRSNALISKPHLLIGIRDGALLDFTLDFENDQINFMPPVILQLGDCPLDLVYSHHTDP
LDRYVLGVTNQTWQLSVSPIGGIRISQLLHKPILHAARFLYDADVDTGFLFLTSDTLSFVKVDPESGYHIRNINMGDTPR
RILVDPVTKLLVVAGSSQGDADEILTTVKVMNPDTGQVYATERLAANETIHSLIVWHVKPTKRYICMGTRIHATSGRVLV
FGLKPATKNKHIKFTLMGQYTLNGPVLALCTFVNSYLLASAGSTLYQLKIEAVHRTITAGASIDINSIITRIHALKTQIF
IANTQDSISVYKFDIATKAFAFIKSDVTSRVGSECFPLDDSLVIGTDRHGNIYGLDTNQGEDSDTHESTDSQSMQTGFEF
HILDIVLQLKPGSMKHRLQQITSATAAEHTSFTDDRMISELDTLDKGWWSNNGTALSKPMQKLYHVSTAENVSISNEVIE
QRVHGGQVIYGATLSGGLIAMLRLRSDVYIALEILQNVLAEFEQTRPLLGNDFKTFRSGSGELKKCIDGQFVSQFLLLSD
EIAQEVMHQWTCKRQKHPYVLNQSGVMAMSMNTTKMSHILKWLEYMCI                                
>Bden_Batde5_29900                                                              
MQLYNLTLQQSEAITCSVLGNFSGIKSQEIVVAHTSVLELLRPDPSTGKIVSLLSHQVFGLIRSLAAFRLAGASKDYLVV
GSDSGRIVILEYNPAKNTFDKVHQETYGKTGARRVVPGQYLAADPKGRAVMIGAIEKQKLAYILNRDSSLKLTISSPLEA
HKTAIICHGIIGVDVGYENPIFASIEVDYSDADQDPTGEAARDAEKMLTYYELDLGLNHIVRKWTEKIDFSANHLIAIPG
GDDGPSGVLVCSEGRITWKHMQKPSFCVPIPQRPDPLTSVIPGTQNKVIVVSSVVHRLKRGFFVLAQTEVGDVFKITVEC
TADSSGNAGQVQAIKIKYFDTIPVAVNLSLLKSGFLFAASEFGNHYLYQIENLGDDDESQVEYSSVDFPQGDSLPDSDSM
PVVAFIPRELRNLAPVDEMESLCPLIDAKVLNLTDENSPQIYALCGRGSRSTFRILRHGLDVSEMAVSELPGNPNAIWTV
RRSVSDIYDSYIIISFINATLVLSIGETVEEVTDTGVLATTSTITVGQLGENALVQVYPQGIRYIRADKRVSEWKAPTNQ
SIVSAACNQRQVVVALSNNEIVYFELDVSGHLNEFQDRKEMSSRVLCLSLSPIPTGRLRARFLAIGCADLTVRILSLDPE
SCLHPLSMQALSAPPDSLAMIDMPDPTTGVSNLFLNIGLANGVLLKTCVDSGSGNMSDTRMRFLGSRGVKLFLLKIQGET
GLLALSSRPWISFTYHSRSKLMPLSYESLEYGSSFCSEQCTEGIVAITGNTLRILNTEKLGSVFKQASIPLKYTPRRFIF
DQVSQNFVVIESDHGVFCPSDRAKILETKATLDADEGTIPEELAVEQFGHSKAGPERWASCIRVISPIHGETLHLEDLDD
NEAAFCISFCIFQSSLTTTHIVVGTASNVNLSSSSFTEGYLRVYKLAPDGTSLEFLHKTPIKGIPKVMCSFQGRLLVGVG
SLLRIYDLGKKKMLRKCECKGFPTTIVTLHTQGNRIILGDAQESVHYAMYRAFDNRIVIFADDTIPRWVTATCMVDYDTV
VGGDKMGNIFVNRLSAEVSKGIDEDTTGNQAIFDRGYLQGAPHKVHHEADFFLGETLTSLTKTSLVPGGREILLYTTLMG
GIGLLIPFISKDDVDFFQTLEMTMRSECPPLCGRDHLAYRSFYTPVHAIIDGDLCEMFNVMVGDKKRGIAESVDRSVADV
GKKLEDMRTRVAF                                                                   
>Bden_Batde5_11194                                                              
MLYHVTAHKPDSVSSAIRANFTSASDINLIVRMTDEFSTNIDSNPTVRKSLRLITDVPIYGRIACIHAFRPEHRDTDLIF
VSTERGSVIVLSFDQQTQRLVPEATGDFNDPSSRLADPGQIGLVDPQNRMIGLHIHQGNFKIIPMFHSQISLSSWNLLVN
SSQSIKGKGVARPPHPTLAVLHMDSKESRYVTQYEVVIKEKALVLKSAATKVENGSSLLIPVPLAAGGVLVVGEQSIALH
SPSLQKPIMLSIKATLIKCFNQVDVGFRYLLGDYEGQLYILAIIFANGTARELKMTPVGQTVQASSLTYLTDGYLFVASH
FGDSELYLIVPEDANTGNVLTLCKTFSNLAPISDFCVVDIEKQGQAQIVACSGAQRDGSIRIIRNGIGVEEIGQLDDMEE
LTGVWALKPYSAARHDNVLVLSFIGETRLQKLDGDSMAEMDMLGNFKTAERTLWCQNLSSDMVVQITSQSITILTIEGWT
TVAEWCFDLGASVTHASVYQNMILVSLGGGMIHLFEFNDRELVMKRSIQIQVEVSCLHICKMEELNVCLCAVGCWEDNSV
RLLKIPDLSEIQKEILPGDTIPRSILLVEFDNLPYLLVSLGDGQLFNFRIGKSLKLADRKKITLATQPITLRTFQSHGRT
HVFAASDRPTVIFVKSGQLLYSNVNVREISHVSPFNSHMAEGALAFASDGALKIGTIETVQKLHIKTIKLGETPRRIAYH
DVSHTFGVLTVFSRNLPNGDLADISCLRLLDGQGYEVLDSIELQPFEIASSLITIRFTDDDTLYYTVGTGFAFPHEDEPV
RGRILVFKVNDMRLLQLVHEYDIRGSAYSFVSVHGRLVAGVNSNVMVLRWNSDTSLLELQSMNHGHVLALSLAVRGDFIL
VADLIKSITLLQFDLATDSLKELAYDADSNWMTAAELIDDDTFLGADSSMNIFALSKQGDQVSEEERQRLRPKGWFHTGE
LINRFRKGSLTLHATDETLALPAIPEILYCTVHGAIGVVARIPSDETAKILSTLQEALKSVVQGVGGLIHSDWRRYRTER
RSIKSAGIIDGDLIESFLELDRSMQDHVFTQVATQVAGSTPVTLETLTKMVEDLTRIH                      
>Spun_SPPG_05816                                                                
MFLYNVTLQQTTGINQAVIGNFAGTKQQEILVARNSVLELLQPDPSTGKVHSLLTHNVFGIIRSVVPFRLTGSSKDYIVV
GSDSGRIVILEYNPAKNTFDRVHEETYGKSGCRRIVPGQYLAADPKGRAVMIGAIEKQKLVYILNRDASTRLTISSPLEA
HKSHTLVHDLIGVDVGFENPVFACIEVDYSDVDQDPTGEAFQNAEKVLTYYELDLGLNHVVRKWSDPIDPRSNKLIPVPG
GVDGPSGVLVCSENYITWRHQDYPSVRVPIPRRPDPLLSSPSANGEDMEMGRGVIIVSSVMHKLKKGFFILAQTEDGDVF
KITMDYTAGADGVIGGIQNLKIKYFDTIPVATNMCLLKTGFLFVASEFANHYLYQIENLGDDDEAQMEYQSAELPQGDDA
DEVIVYFNPRGLRNLAIVDELESISPLIDAKVLNLAEDDSPQIYALCGRGARSSFRILRHGLEVSEMAVSELPGNPNAVW



TVKANAQEEFDSFIIVSFVDATLVLSIGETVEEVTDTGFLNSTPTLTVAQLGEDALVQVYPRGIRHIRADRRVSEWKAPG
NKTIVRAACNRKQVVIALSGGEVVYFELDSHGQLNEFQDRKEMAAPITALSIGPIPEGRQRSGFLAVGCEDNTVRILSLD
PDNCLQSLGMQAVSYMPVSLALVEMSDTGTATGTLYLNIGLQSGLLLRTTVDSITGALSDTRFRFLGSRPVKLFKVQIQG
SPAVLALSSRPWLSFTYQSRTKLIPLSAPMLEYGSSFCSEQCPEGIVAIESNNLHIFTVEKLSTVFNHSIIPLKYTPRRF
IYHQPSGNFVIIESEHNTWCPSDKVKRIAEKADQMDEGEEYEELPPEQFGLPRAEAGKWASCIRILNSMTSETAHLLELD
NNEAAFSITTCIFHGQKGEAFLIVGTAADVTLSPKTCSSGFLHTYRFVDGGNALELLHKTPIDDVPYALCAFQGRLLVGM
GKILRIYDLGKKKLLRKCENKQFPNNILTLHTQGDRIVVGDVQESVHFASYRHFDNRIVIFADDTTPRWITATTMVDYDT
VAGGDKFGNIFIDRLPAETSEEVDEDPTGNKLVYEKGYLQGAPHKVEHAADFFIGESPTSVTKTVIVPGGREIIVYTTLL
GTIGCLIPFQSKEDVEFFQQLEMHMRNKFPPLCGRDHLAYRSYYIPVRNVIDGDLCEQFNLLPNEVKRQIAEDMDRTVSE
LSKKVEDVRNRAAF*                                                                 
>Spun_SPPG_06780                                                                
MSSVYSLYKELLPPTSIETCVEAQFTAPNAVNLIVSRGSLLQVYNVVEDDVADTEVVRQQLAKEKEEEEDQNLPFPKLKP
IPEPQRCNHPRKVAKLELHAQFRLHGNVTSIGVVRTSTSVGLLGMDSLLLSFKDAKMSLIEYSAATHNIVTVSIHYYERE
EFKKESVTNKFKPEIRIDPENRCAVLRFYNDRLAILPFKQDTGVQVNDADDTSSKYPFHSSFVIPFSAIDSKVRNVVDVA
FLYGFFEPTLAILYEPIQTWTGRLAARKDTKSLIVVSLDITQRSYPVLFKVDHLPYNATSLIPVPPPVGGLVVLSPNALI
HVDQTSVPGVACAVNSYYGMESNFPAPPSMESIGHSFETKNPLYDSAHFSDHKSLGISLEACVPYFLNPDTLLLVLRSGE
LVLVDMEGGEDVGRGWKRRKGGVKSFNVTRVGLRTIMPSCGTRIGNVDAQGRPLIRVLKNFREIGGTFENDDGVSNFGYL
FVGSRVADAMLIQFTEADVVANEEDDDAVSISPEPSGEETGIAASMELAIDEDIFGVSPQQLAVTSSSSTTRTKSASTRS
PKSRYTFRICDSLICTGPIKDLVVGEPTQYSSHAFSPDNPRTSLEVVTCAGEGFSGALGILQRNIRPQIISTFEMPGITD
VWSVRCTSVNEQRRESVDVADASLIEKLETVEENGAPVVKEAFDKFLVLSKEDQTMILETGEEFAEVEGKGFFREGPTVG
VGSLLDETATVQVHPRGIIVLDSDGTRTQEIPISEDDRWIVACSIVDPYVLVLMNVGEVMLFVMDPHTRDLQMCQELKDI
GITAACLYCDDTSGSLLPTISEAAKSVTAAAKATPVSQYNPVAKLKLPKKKTKKRKRVAEDLNSGLDLDLYGEHDDIYGA
EIADDSESEAEGNVEEKTVVQEDGMQLDANGDTFRRDDTPDQAPEPAEVNEENVSRVDEDGQPSVPERRIWCIVFREDGA
LEIFRVPDFEQCYFVPQFDLLPSLIYDHPHVDPHGNGQSRRPAVKFEEILMINLGRDKKHKHPYFISRTEESDLIIYKAF
LHIPDDDIETPATALGNALATPNPSNTHSRDVLYSSRSHRLAIRFVRVSHDHISREPKLYADTEGDKLHPVHQYPEKSST
RRRRYLKPFNKIGLEGSLMYSGVFMSGPRPCWIMVAETGGVGPQFDVVQGLQAVLEPPMAVSGKNVVRVHPQMVDGEVVG
FTRLHNVNVPHGFLYVTRQGSMRICQLPAHFTYDADWPYCKVPLRRTPQKLTYHHTSQTYVMATSVPVPFVLSKAQHAAA
VAAGVIEAGDELPESEHTKRNFGVKDEDRDAGMYWPQVSSYSMELVSPVTWETVDVVTMDEYEHILAIQAIELESKQTTS
GRKLFIAVGTGTVRGEDLATRGRIFIYDIIDIVPEPDNPQTNHRFKQLFVNEEKGPVTALCNVGGYLLAAIGTKIIIHTF
DDSESLTGVAFIDVNMYVNSVCAIKNLILVGDIMKSVWFLGFQEEPPKLALLGKDYHSLNVYGCEFMVDDSSLAFIVGDG
ESNVHVMTYSPYHIQSSSGQKLIRRGDFHAGQHVSKIVRLQRMSSSRKGSNTIPRQQVCLTGTLEGGLALLLPVSEKLYK
RLYGLYSKMVNNLQHPAGLNPRGFRQVPLQSRPTTAATATPMTGPPGPRLVLDGELLYQYACLSVSQQKELAKGIGSVSE
RILDDLLEGVSGVDYF*                                                               
>Spun_SPPG_08310                                                                
MSKFYVVSARKPDSVSHAIKASFTGPDDINLIVGKATHFEVYVLVDDDNDPNEKTLRLLLDVPVYGRISTLQTYRPQDRN
TDFLFISTERYKFFVLSFNATTHQLVTEANGDIADRTGRPIDIGHIGVHDPDGRMIGLHLYQGLFKVIPLNSAGGRRGSG
HSKKHARERNVELSAINLRLEELAIISLEFMQSPPGAENKPMLAVLHQDTKGYRHLKTYVVDVAARDLKEYSDLPQANLE
AAANLIIPIPRAMGGGVIVVGEQTIACITQNGVITIPIQPTVMKCWNMIDPEGTRYLLGDYLGNLYALVLFGQNGVIKEM
SLETLGKISQPSSIVYLDSGYVYIGSQFGDSQLILLSSERNERREYLTVQTEFENLSPITDFCVVDIEKQGQGQMVACCG
GYKDGSLRVIRNGIGIEVLGTLNDVPELTGIWALRPTFDTDLDDTLVMSFISETRLQKRDEEGDLCPVEEVDAGGFRMQE
TTLACANMLGDGIVQVTPNAVILLDARSRAEVAI*                                             
>Spun_SPPG_08681                                                                
MQDNVLELMIFDAMHDPVSLRSVAEQHVFGQIKDVKLLKLPRRANNLQSVHMETDEDVSVDCLACLSDSGYLTFVSFQYD
VREDALIPDYSSGRFVRVSEKGHHLVVRKLNHGVVSIAPPGLDYKDLGHTLAVDPLSRAIAVTAFEGILRVWPVSNAAAT
IVSNEECATLHEEGILWQIAFLYPPENESDLVQFVVAKNIDGNLTIVVYEYRRNQPLEEMKRWAPHVITQDVVPLHMFAL
SEIPGSFILITDGDMHFVRAADDRLEVLELPPLRSSSERPERQVVVAASISPARDCLSAEKQSLRQSLHQTLYLATEQKH
LFRMQVTAEPMAVTYQYLTETKTSARALAVLHSDAHVEYNALFGDFCDGEIMTVDANMVITTEMPIRNWAPVLDFNLADL
HREGHDTIVLTSGAGAHGSVREIRNGIGVTVHASERDTIHGANGLWSLKRRVEDDSDAFLVLSFVHETRIMSLEGAELED
VGTENHGFDTTVSTIKAASLNYPGLYVQIHPEAVKVAELGSGKDIGGKWMAPPGDNIALGAVSDDLVVVCLARTNTIVLL
QVTMDEDRKEVRFNEMGQRKLDTTPSCLYCPSSAVQRLCREKSTGPLFMVGTFEPSLLILSLCEATPLAQLHKHTLVATM
TSESISIPHSFAVLMSNSGIRLLAGLRDGKIAAFRWTWQEGRPPILTSPDMLRVGFFPVELVSHPQEDHVIAFTDRAWKV
FLSGNEIGMTGISFPRVLHATPFAYAGVSDGYMVIAKQTMHFIELDEDKRANMRSLNIGEAPRRILFDAVTRKVLVATTV
RHGGEVGSELRVMDPMSGRCYLKESLQTDEKIYALKVWNVKEGKRYICVGTWGYRATTSSEAQGRVLVYNLKAYEKREKP
ACPQESRKPVMYKMKQLGEMILDGPVQSICPFLGSYLLAAAGDTFYQLKIDAHTRKLVIRAQLPLRWPIQCIDVHGTRVI
VGGQKESVSFYSYNVQTKTFEFLKSDRYGRPTAACLAIDDTTAVATDKCGNIVGFSAGDYTGLERTLDTTFSFHLGEAVM
RLQLGSIVQQAITEEDPNRTKDEKSTLSHWYSSEGFLRGGWGPPADSVAAIATSSEAGHTGGDRRKHMDGFAGPRVIYGC
SLLGSLFAILKITAELYERLIVLQEVMAVHEKTRPLLGNDHARYRSESLQIKFRGSIDGELLSQFPSLDAETKTDIVKQW
NDGWTVVRPLAAELRGNVTVEDLARLIKMLDEQCF*                                            
>Ttra_AMSG_01465                                                                
MAPPYNYVVTAQKPTAVTDALVASFSSASERNLIVCKTTLVEVYTLAPAGLVPLLELPLYGKVVCMRTFRPMGAEKDLLF
LFTDRCRFCLLSYDDVRGEVVTVAGGNLEDKVGHPSDAGQLCAIEPSLSLIALHCYDGLLKIVPMANGGQSLSQAFNLRL
EEVCVLDIAFDAALSTGDGPPVLAVLYKDAHEARHLKTYQVHASVGAKKELRPGPYQQAGLDAFASRLIPLPAEAGGGFV



ILGESTVAYKSGATFVQIPHTVPCAFTAFGAIDASGARILVGDHLGNMHVLLIDIANGAVTGLELSLVGKTSIPSAIVYL
DSGFVFVGSRFGDSQLVHLSSEPVDESGSYVQVADAHINLGPILDMTLVDVDRQGQGVLVTCSGGFQDGSLRIVRSGIGI
AEQAVLPVEGVRGSFTLPAVGEPNLAAFLVVSFVNMTKVLAFDGDSELGEYAGDLGGLVADAPTLVACGVRDDTYLQIVP
GGVRLVDATSLALLGEWSPEAMGGSSISVAAANANYALLAVSGTDTDHGTLVLLALDPRGASPLAVAATVAPDSEVACLN
IDPLGDSGDAALAAVGRWSDYSVHLLALPSLELVAPLSLGDAQVIPRSALFATLESVNYLLVGMGDGSLVSFVLGDDGAV
TDRKELMLGTQPVTLFKFLHAPPEAEVMGEPAAAAPVVFAASDRPCVIYSSGSKLLFSNVNTPDVVCMTGFNTTPIPDAL
VLVTESELIIGCIDEIQKLHKTSVPLGEMPRAVVHHTPSSNYAVLTVAVSADNATGAPVKVSYLRVLDPVTFEEVSSAQL
APHEQGLAVVAAPLTILPAPTPQALADAFATDGVVPMETASTSKPPAASPAADPDAPVYLVVGTGIESEAGPGSDGTERE
RGRLIVYELANNQLVELAALEVPGVIYAIAVLRGHLVVAVDATVRLFSLVTGRGGAPVLRQQAVYHGQILALSLRVHNDD
TIVVGDLMKSLMLLRFDAKAREFVQLAKDYAVAWLTAVEVLEGPDGSDEVGYLAADNSFNVIALQRTAGASAADDDHRLL
RAGVIHLGEFVNTFVRGSLVMQQASASLGILPTVLYGSVSGAIGVIAALPEDLYVTLLRLQNVLRSRTTPAKHFVDGDLV
ERFLELDPASRKRVGEQTGDDPAELEKLVEELARRLH*                                          
>Ttra_AMSG_11199                                                                
MPYLYHLTLTQPTYIPHCVTGSFSGEGKSELVTTTGRSLSLYTTHAESGALELMCATQAFGLITNLATFRLTGSAVDHLL
IASDSGKFIILAYEASSAGWKRVHGETYAKSGLRRASPSYHLAAEPRGRAAIIGALEGAKLVYILNRDSAGKLTISSPVE
ANMPDVATFALVALDNSFNNPLFAAIEAPYDEAAAHAAAVPSSPPPLQLAFYELDLGLNHVVRHDPLPLPHSAHELIPVP
GGEFGPSGVLVAYQGGMAWMNEGYPALHAAFPAPCGADLVVAHASHLQPSMFFMLVLTESGHLLRVSLEYEVDEATRLRV
SYFDSIPLAADLAILSSGFLFAASQSSPPTLYEFLSLGEPPAPDAPDQTEFTPAAELVHLYPLDTLPSLSPLMDFAVADL
AGDGVPQLVVGCGARTGAAALNVLRHGIAVSELVASPLPGTPVAVFSLTQTNAPRPADGSGGGDDDDEQAAHLAVSTAFL
IFSFTNASLVLRVTDTVSECTDAGFYLDAPTLEAGTLANGVHVQVHARALLQLAVDGSVSEWKPPGGTTITHAAINRRQA
VVALSSGLVLLFELDVTGVLSQTAGAELQLGPADELTCLGVEPLLPGRAKSRFAVIGLFDNTVRLLSLDPAAPFVQKSLL
VLSTTPTSVAISQLRLMVEWSAAGLVHLVVGGSNGVVSHSYVDPSSGAISNTANRFLGPEPVSVSLAELGGRPLVHLGSS
RSYMLFHQPGSPAESALLPLSYGGLKGAASFASALVGIGLVGIAGNELKIFSLERIDQSFNADPHPLPYTPRAVVHHPAS
QLFFVGMSDARAYTLQELAAAAGLDAGDPEALEASRARCERIEPGRPAAAGAWAAGLALFDGSDSSLLWWGNLSVESSGA
GNEALLSLEVVTFSSDPSRIFAVAGVAVDFEPPRTATSFLLRTFELVSEGDAVGLVHVHDTAVPGLPAALHAFGGLLFAG
AGNQLVVFDMGKTRLLRKTHLEGFPSLVVAISSDAETSRVVVADARDSIRALAWEPALHGLRLIADDTLPRAMSRAHMID
GSTVVCGDRFGNLFVARLPDDDALGTGSSDSIAHFDVVNHFYAGEPVTAITAAALQSFSGADKAVLYSTIAGAVGALVPF
VTRDDVDFFLHLELHMRQRVPPLGGRDHLAFRSYYVPVKDVVDGDLCEQFMSIDSTLQWEIADAIESTPVEIVRRLEEVR
ARNTF*                                                                          
>Ddis_XP_646723                                                                 
MKNDYDIFSSILMGKEEEEEEEEEEEEEVEDVFFYSKTVSNPSIITHCVGGNFRNSINDNEELKQRELVFIKDNCLEILE
YFTSSQSLESINHQPIFSIVKDIKVLTLPLNSITNYLKLNQQQKQQQKQQQQQSNSLSDSQQSSSSQNLSQFYSYNTNSY
QQPQPQPQPQSQSQLQSQSQSQHNLKRNAEELKYFDKNFKKKDFLILTSDSGYLSVLSWSNLKKQFLFVQHFKISPPGYS
FKYLGEKIQISPCNRVIGVCALKKKLSIFLVNSNDDGDINDPFSIISKQIEIDVIGDVYSFNFTYDKEDLYYSTCDHLYI
IVVSKIDKNHKNYYNYNYNINNINNNNNNNNNNNNNNNNNNNNNNNKAYTNTTISTILTKYKFNFSTHKIEKIIIPSSII
NSTFNYEIITLPNKLDDQLSNFNFHHYFLLFSNDSNQIILSNSNFEILKIVNVGKEQIIDHDDDGDDDDDDVCDDDVYDE
DGYKVLGNNQLFTGWSWYLSSESNINLIIGNERGSIYNVNFKYSEIIKFSNGSGGNSSSSSSSSNEFAKRFDFKFNPIQS
IINLKDDYFFILGDLSDGGIFKFDFKSNNQSVEMIETFDNHGGIIDFDVHKQKFSTKIYSVCGGSNSFGSVKVIENSIPT
NILGDNKLNGIPTNVWCFNPYIIIGLVESTLISQVDGGGGSGGGGGSGEPDNLNFLTNQPTIYCCRTSNGTFLQVTPKSI
ILYNCKYNVTKNTIRWNTMEGSVITNSCSRDNLLLVSISKPNKLLSFTIQDNDYDSSNFKFTPINDISLDYEISCISLPH
FDHSKVIDFDNDHLFNTCCIGNYSMDIILLDFKLNKLLFSLSSSSSSSSKINQQQEGEEQVGTELSAIPHSILLSILNQQ
PLQQQSKNDNKIKFKLLCGLRDGKLLKWDLNFNLKLNNDDDHDDDHDDDHHHHQKKKVIEFSSNLYSKTISNSPISIIPV
MNHGAIILTNLPYYLTSIKNHLTMIKISYKDDQMVSGASLFNRIPFHSIPNSQSLNSSDSQSQSQPQPQLQLQSEQQIQL
ELQSSLDIINGSSKLEFIFINPDLGFSLVSIDFSKRISIRKIDNSITNNNNNNNNNSRSKQNPNRILFIEKYNIIVVLGD
TNIWLLTSASESNNNNNNNNNNNNNNFYKEIYSTKNNLNIKFGHSIKYWSQKNLIIVYGTDFINQSTILFYSVQLNGNGG
SGSSSSGGSEDVSLTLEKTKLIPDQISSVLLISNEKYMVFTTGGNLLIDYNSGRQINLEDTQNSQILTPHPITISKFNQS
TNKIFLATELNGSDIYSWTINNNNNNNNEEMEEMEEQDENDIFNVIASDKSKYITDALFLSFDNNKNNNNNNNNLIATVD
KYGNFKILNLNQKHKLLPLQQQQQQQQDGEDIVPPIVNNFMPVILDPVVQFSLKETCMKLYQLKSPLSNKNKIITCSLLG
SVIVFGKLSKREYRILNNIQQILKKSNNTRPLLNNDHQLYRSELSFSKNMLDGDLLFQFLFLDDEDQLTIINSIIKNNYN
NNNINININNYKILSKIISLIEEFDNY                                                     
>Ddis_XP_637896                                                                 
MYNFVSTVQKPTSVTHSVTGNFTGPNDKNLIISKCTKIEIFLMDQDGLKPMFDVNIYGRISVLKLFSVAGSKQDYLFIST
ESFKFCILAYDYEKKEIITKASGNAEDTIGRPTEAGQLGIIDPDGRIVALHLYEGLLKLITLDNNNTPNKINNNNNNNNN
NNNNNNNNNNNNINNNNFNINNNNNNSPIQKNVNNVRLEELQVLDMTFLYGCKVPTIAVLFKDTKDEKHISTYEISSKDT
ELVVGPWSQSNVGVYSSLLVPVPLGGVLVVADNGITYLNGKVTRSVAVSYTKFLAFTRVDKDGSRFLFGDHFGRLSVLVL
IHQQQKVMELKFEQLGRISIPSSISYLDSGVVYIGSSSGDSQLIRLNTEKDQTTDSYVTYLEAFTNIGPVVDFCVVDAEK
QGQAQIVTCSGTYRDGSLRIIRNGIGIAEQASIELEGIKGIFPINNNNNNNNNNNNNNNNNNNNNSNGITDSKDRYLITS
FIECTKVLSFQGEEIEETEFEGLESNCSTLYCGTIDKLNLLIQITNVSINLIDSNTFKRVSQWNVEPSRRINLVSTNQDQ
IVLSIDKSLLYFQINSSNKSIQLVKEIELPHEISCIDISPFDSFMDTKSQLVSVGLWNDITLRIFKLPTLEEIWKEPLGG
EILPRSILMISFDSIDYIFCSLGDGHLFKFQFDFSSFKLFDKRKLTLGTQPIILKKFKLKNTINIFAISDRPTVIYSHNK
KLFYSVVNLKDVTNVTSFNSDGFPNSMAIATTNSLTIGTIDEIQKLHIKTIPLNEEMGRRIVHLEDHSCYAVITVKNNEG
LLGGAQDLCEEDEEVSYIRIYNDQTFELISSYKLDPYEMGWSITPCKFAGDDVNTYLAVGTSINTPIKSSGRVLLFSLSS



SSSSNDKDSLDNNNNNNNNSGANGKLTLLEEIKFRSSVYFLLSFNGRLIAAVHKRLFSIRYTHSKEKNCKVISSESVHKG
HTMILKLASRGHFILVGDMMKSMSLLVEQSDGSLEQIARNPQPIWIRSVAMINDDYFIGAEASNNFIVVKKNNDSTNELE
RELLDSVGHYHIGESINSMRHGSLVRLPDSDQPIIPTILYASVNGSIGVVASISEEDFIFFSKLQKGLNQVVRGVGGFSH
ETWRAFSNDHHTIDSKNFIDGDLIETFLDLKYESQLKAVADLGITPDDAFRRIESLMQYIR                   
>Ddis_XP_640132                                                                 
MYLYNLTLQRPTSVYQSISGNFSGTKQVEIVLNHGRSLELIRYDENGKMQSVLYTEVFGIVRSIIPFRLTSGTKDYIIVG
SDSGRVVILEYNSQKNQFDKIHQETFGRSGCRRIVPGQYLAVDPKGRAFMIGAIEKQKLVYILNRDSSANLTISSPLEAH
KSNTIVFSMCGVDVGFDNPIFATISVDYTEEDSSSGGGGGGSIEEMMDEDIGKKKKLLTYYELDLGLNNVVRKWSDQVDD
SANIVMTVPGGTEGPGGVLVASEDYIVYRNQDHAEVRSRIPRRYGSDPNKGVLIISHSSHKQKGMFFFLVQSEHGDLYKI
TLDYQGDQVSEVNVNYFDTIVLANCLTVLKNGFLFAASEFGDHTLYFFKSIGDEEEEGQAKRLEDKDGHLWFTPRNSCGT
KMEELKNLEPTSHLSSLSPIIDFKVLDLVREENPQLYSLCGTGLNSSLKVLRHGLSVTTITTANLPGVPSGIWTVPKSTS
PNAIDQTDKYIVVSFVGTTSVLSVGDTIQENHESGILETTTTLLVKSMGDDAIIQVFPTGFRHIKSDLRINEWRAPGRKT
IVRASANQSQLAIALSGGEIIYFELDQASNLIEIIKKDLRRDIACIEISPIPKGRNMARFIAVSDWEGPIRVLSLDRDNC
LGQVSMLDTDKVYIESLSIIEMQLNEMGIETKKSQSQTGQTTTTTTSTSSASSSVTSGGSLFLFVGLKNGVVKRATLDSV
TGELSDIRTRLLGRKPVKLFKVKVRGSNAMLALSSRVWLNYINQGKLDIVPLSIEPLENASNLSSEQSAESIVATSENKI
IIFSIDKLGDLFNQETIKLNATPKRFIIHPQTSYIIILETETNYNTDNIDIDKINEQSEKLLLEKQKELQQEMDIDDDDQ
NNNNEIEPFKKLFKPKAGKGKWKSYIKIMDPITHESLESLMLEDGEAGFSVCTCSFGESGEIFLVVGCVTDMVLNPKSHK
SAHLNLYRFIDGGKKLELLYKTEVEEPVYAMAQFQGKLVCGVGKSIRIYDMGKKKLLRKCETKNLPNTIVNIHSLGDRLV
VGDIQESIHFIKYKRSENMLYVFADDLAPRWMTSSVMLDYDTVAGADKFGNIFVLRLPLLISDEVEEDPTGTKLKFESGT
LNGAPHKLDHIANFFVGDTVTTLNKTSLVVGGPEVILYTTISGAIGALIPFTSREDVDFFSTLEMNMRSDCLPLCGRDHL
AYRSYYFPVKNIIDGDLCEQFSTLNYQKQLSISEELSRSPSEVIKKLEEIRSQKLL                        
>Ppal_EFA82352_1                                                                
MYNFVSTVQKPTAVYHSVTGCFTSPNERNLIISKGTKLEIFTLTPEGLSPVLDVNIYGRISDMRILTATGDKQDRLFILT
EKYKYCILAFNSESRELVTIATGDAEGTIGRPAEAGQIGIVDPECRMIGMHLYEGLFRVVPLEHGQPVRESFSMRIEQLQ
IVDMVFLKQCAKPTLALLFKDTRDARHIVTYSIDVVTKELIEGASQDSVEENSTMLVPLDNGAMLIVGEMAITYMNLKGN
SQPVTISIDHTHIVAYEQIDRDRFLLADDCGSFGVVYVGSSSGDSQLIRLNSHIDPNTGSYISVIDQFTNLGPITDFCVV
DVEKQGQGQLVTCSGTFQDGSLRIIRNGIGIAEQASIELPGIRGLWSLSNNSNPSSLHRHLIVSFINSTKVLTFSGEEIE
ETEIAGFDSNATTLYCGNTTENNHFIQIATSGIYLVDSSSLMRLDQYTPEKGSINLASCNGSQILISQGSNLTYLEISDS
KLIIKKEAQLQYEISCLDISLLDGFTSSPVCAVGLWTDISVRILQLPNLNEVCKETLGGEILPRSILFITFEGTNYLLCS
LGDGHLFNFTFDVVENLLQERKKLSLGTTPILLNSTNVFASSDRPTVIYSNNKKLLYSAINMKVVSHVCSFNSEAFRDSI
AIATESSLVIGTIDEIQKLHIRNVPLGEMARRITYVEEYHSYAVITIQRNDGNNNNNDNDNFNNNNNNGVPLTNYVKLLN
EQTFETTSKYALKSFEFGWSIVTCRFKNDDALYVVVGTAFHNEVESQQSKGRILVFRIEDNRLILLDEVALPACVYCLLP
FNGRLLAGINKRVQAFNWGVDTNKLTKAESYSGHTLSHSMVSRGHFVLVADLMKSMTLLVEDQQGAIKELARNPLPIWLS
RIEMIDDETFIGGDNSYNLIVVQKNAEASSEIDNELLDTVGQFHLGETINKFKHGSLVTSPDMDSPKLPTILFGTVSGAI
GVIVSISKDDYEFFEKLQKGLNRVVHGVGGLPFENWRSFSTEHMTIPSKNFIDGDLIETFLDLRHDKMLEAIKDMNISIE
DTYRRIESLMHHIR                                                                  
>Ppal_EFA76732_1                                                                
MYLYNLTIQKPTSIYHSIVGNFSGTKQIEILVSHGRSLELLRPDETNGKITSVLYTEVFGLIRSIAPFRLTSGTKDYIII
GSESGRVVILEYNPNKNRFEKVHQETFGRTGCRRIVPGQYLATDPRGRAFMIGAIEKQKLVYILNRDSAARLTISSPLEA
HKSHTILFAMCGVDVGFENPIFATLSVDYSDDTDLEEMEDNHSKMMLTFYELDLGLNNVVRKWSEEVESSSNLLMTVPGG
SDGPGVMDLVNEEQPQIYALTGVADRSAMRVLRYGLPIAQIAGTPLPGIPSGLWTIPRSQEDSIDKYIVVSFIGSTLVLS
VGETVEEVVDSGILATTTSILVRPIGADSIIQVFPHGIRHIKGDRRINEWRAPGRKTISLATSNATQVVIALGGGEVIYF
ELDAAGNLSEVAKKEFRREISALEIAPVRKGRQMARFVAIGDWEGPVRVLSLDKDNLLNQVSVLDTERMHIESLMMNEMT
IGVEMPEGTASSSSAIAKQQQLQNQSNQVLFLNVGLKNGVMKRAVVDPITGELSDTRTRLLGRKPVKFSRVKLKSGNAVL
ALSSRVWLCYVNQGRYDMVPVSVEPLDNASGFSSEHCPDGIVATSENNLKIFVIEKLSEKFNQVNVPYKCTPRRFVVHPQ
THYIVSIETEHNYLNELPTPKENGSNKMAEDKDPEVKREGDDMDYEVDQFSLNQNDKPPKAGDGKWLSYIRVLEPVSYRT
LDLVKLDQDEAAYSLATCIFHDREGEVFLAVGCGKGVQLNPRKVESASIHLYRFTNNGQTLQLVYKTEVEEVPYAISHFQ
GRLLVGIANQLRIYEMVNHISKTSLSVGGPEVLVYATLNGTIGALVPFVSREDVDFYTSLELQMRQENPPLCGRDHLAYR
SYYFPVKNVIDGDLCEQYISLDPTKQQSIAEELSRSPSEILKKLEDLRSSKLY                           
>Ehis_108_m00120                                                                
MQFIDYTLIQPTAITSCCNGNIRSKESNDFVVVKAERKIEFITVDSNENDIVLDLFVQLDSYNTVNNVLCLKNLSNNQTD
YIIIALCDAINIIQMEGFKFKLVQRIDLEKKTERFIKSRYLAVDEENSSFITGAIQGGFDYFKEENGTFLKEEVSIDNCV
CFGIVSIGNNCYATLVYLMNEKKKYVKVFDCNNSPQEIKNIEVNNETESIFKVSTNSFALTMNNQIIIYNNYTPSIYLLP
HRETMNENIIVHITNVLFVPLNNQNVLLIQNELGDLFRILPNSSTIEYFDTIPPSVSWSINGDIIFSASESQNHLVLKVP
PLTIPIQSSFTYKPQSLYFNISTSISSHHPLTSIDVVDSHEVLQIRAFVGKGSRSSLKILTHGLNPDECMSLSLQHPRNI
WTLKPYNEQTHQYVVIGLENQTYVLKTLPDALKQCPECGIRPNVQTLHAGMFIDGTLVQIHAHGIITILNEKLSEQDPGA
QRTILVGTSSSCQVVIALKNAQSKCEIVYFEYNTETKKLAEVERRIIRSNIIAMALGDFENGKAKKVAYICDNGMANILT
LEKESKFLQILEINITVEGEAESIILTQFNEISEPFLFLGIGMKDGCCYGYKVIGKNSELMWCKLIGTDPVVFGQYEFGG
NIGVIMSSSTMIFMYSYFSRIEFTPISYQPLKALAPFITDFSGESIAGITNDELTVIAIGSLDDRFTYDEQPLLYTPRKV
IKSNYFPTTVLCSDNKSNLYNPTIDNETNEFNERKIGIDLQEDGKWASEVGIIDNSLFKSYFKTDEAIICGAHVSFKKKQ
CFISSQVKHYKKMKGECWINVYNLKTFKLIHKTPVEDICHALTSCGERLLAGIGTTLRLYDLGKQILIRKCELDGFPSII
NSLEVIGDKIVVGTVATGFIYVNYDSDANILSITEKDRIWHSLTASTILDETSTIGFDKLGSVFITETNTNSNQLNLTDI



IPLSNEIVQWYVGDVVTSVSVNEIWKGITDNTNEYTFEEQIKENKNVIIYSCLMGRIGVLIPFNFREDVEFFSKLEMEIK
NNYSPLLSNSFDSYRGTNYPGIGVIDGDLCDYFNQMDPKLQLQIANNLEMTPVQIQLKCEQFKHSKLF            
>Ehis_136_m00117                                                                
MNFINLSLENTGKITHSLFGDFSGNGAIELLIVRSQTTIELYRINENDQVLLILQESVFCMIRSMCKIRVGSEAKDYILI
GSDSGSITLLGYSSEQNKLIPIYNEIFGKSGIRRVVPGEYICSDPMGRAAMIGAIEKQKLVYIFNRDSNGKITISSPLEA
HKSNTICYNIIALNVGYDNPMFATIEVDYNEQYLSHIEHRIIKKYVVFYELDLGLNHVIRKVAEPIDPTSNYLIPILSLN
EGYHYGIFICSEDKITWFNIGHDKISIPIPKYHNQSNTHSTLITSHVMRTHKGKHFVLLQSEFGDLFQLSFDTKEKGQLD
NIHLKYFDSIPTALSLQFSKRGHFLCVGEYGDSILYNIISMENISIPFEKDGRLEFERHKEILNLEEIYRFKSLAPLIDL
KVAPATSSQDTTKMYAFCGKGNQSTIKILKNQLNTLDAVEIELPAIPISIWPLKKETDEYHQYLAISYSNITTLLKITED
EMSECTTSPILLSTPSLLVSMLFDGTFLQVMTDRIIIYSEPIQQFITEDQKYVCASCNGCELIVSVEKNNQTSLIYFQYQ
SGHLLTMERKDNLSKITALALDQFHPSKHCAIGCIDGSVHLLSLIPNETTKALSRVSLQTYECSINSLTFNIIDNTSYLF
AGLSNGLLGRSVYDPISGEINESSLNFVGSRPVTLSNVKDCGEDSVLAISGRSLLSYKNGTKIKTTPLNIQNTTLACGIL
VPFVDNAIAIICEKVMKIITIESTSSSLTGKNIQISYTPRKVITHPTIPLLYILEGDNNSCKVGNEIIQTNEGNWVGGIH
TLDASQDELIQFIDFDNNKHPTGGCVVRSISKNQTYLIIGVIESYKTRPIQWKSSEIQVYSINERSINYCYSTKVEYPVR
AFAEFKGMVLAGVGNILRLYDIGLKSLLRKAEKRQFASDIAQLHVIGETILLTGVSDGFNLIRYNQINHKFDIYADSLPR
WVVTAAPLNQSTVLASDKFGEIFMYQLPKEIEEQALNPFSTLLQPHKTIYEGSSYKMVTATQFFVGDIATSFAQCSLIPG
APSIFLYSNFMGGLSALIPLQSQNDIDFYQHLEMHMRVHWTNLTDRNHISFRSSIVPVKDTVDGDLCELYERLPYEIQQE
IAEEMEKEVNEIIKKLHDLRHSRLF                                                       
>Acas_g1266                                                                     
MSYNFFNQVIPPTGVELCLSARFTSEDDINLIVAKTNVLEDGVISLRGEEPKDAPPYAGTQHSMRLVLSSSLFGNIESIA
AVRFPGTSKDALLLSFRDAKISVLEFDIATNDLRTISSALLRGLQSEVNDIQLTKAGSSVITSCMATLSGEGADERFLFL
GSRVGDSLLLQYTTAGRVRAQAKRLFDDIKKEEDNDDDDEDEEEEANGEGEVKEEPDGEGEVDEFGRRIREEDRRRKKGL
LTTYKFKVCDSLVNVGPITDFAIGESFDPASVSMAEQEGQRSVEIVTCSGQGKNGSLCVLQHGVRPELVHASADLAGCKA
FWTLYHRSEERQGEEAEYHAYLLLSEEEQTRVIAGDGLDELSNEETDFNVAAPTVDAGNLFEQTRIVQVHQHGLILLDGV
KATQRISTPGQIAAASIADPYVLVLMADGALRLYFADPTSSKLVQTSLQNIHEVRDIMAMHLFYGGAMRGKKARTNDEIF
AAIAKDNGRLDIYSVPEFDLVFSAERAANGPRLINNVLMRPPPQSAAAQQSADTTSARIAEIALHSIGNIPSLPHLFLYL
DNGELLLYRGFLTSSSPGAEGELEVAFKRCDYDPLPRSSLVDPVVAQALKRKREQMDTDDGDSPAEVADKGKEKSDDQRA
DHAHQKRVKTERSGDDELQLELNATPAGDEDGETEKETSTLRYRRIHYFGTVGKSNGVFISGSAPAWVFAQRGYARLYPM
KLDTFVRAFAEFHNANCPHGFIYFNHEGTLKICQLPAAEGAIHWELPGVVRKTDMERQEREREEEESREMGIEPEEKQRD
MGPREIAMMEERHELHLISPRTWQILHHVELEPKEHVLTLSVLKLGDNYSQVNRELRPPHLLIYEIDVTGEEQCKLTMAY
QKPMKEKPMKGPVSAAASLQGYLIIAVGPKIWVFNFDGGSTEAVAFYDAPHYIVSIKTLKNFVLCGDIYKSIFFLRWKDS
ASQLALLAKDVGRVSVFATEYVVDKQNLALLMSDERQNLQVTAYAPHTAESRGGQLLVPRGDFNVGQSINKFVRLPMTLP
SGTTSLQRHALWFGTLSGGVGYLAPMDESVFRRLGMLQSALLSAIPHSRLTRRLPXLQRERLLRNRKVRVT         
>Acas_g2843                                                                     
MHIYNLTLQRATAITHAIFGNFSAPKAQEIVVARGKVLELLRPNDFNGKVQTVLSVEVFGTIRSIVPFRLTGDTRDYIIV
GSDSGRIVILQYNNERNTFDKIHQETFGKSGCRRIVPGQYLAVDPKGRAVMIGAVEKQKLVYILNRDSAARLTISSPLEA
HKSHTINIHMVGVDVGFENPIFATLEVDYADVDHDPTGKEFEALHKNLTFYELDLGLNHVVRKWSEPVDITANMLVAVPG
GSDGPGGVLVMGENFVVWKNQGHQEVRAALPRRKILGEERSVLIVSATAHKQKDLFFILLQSEYGDIYKATLAWEEDNVS
AIKINYFDTVPTSNAMCILKTGFLFVAAEFGNHFLFQFQSIGDEEEESTMDQDEDEIPTFDPQPLKNLIAIDEIESLAPI
MDFKVADMVKEETKQFLTLCGRGPRSSLRLLKHGLAVAEMADSPLPGNPNNIFTVRKNVADEYDSYIIVSFLNATLVLSI
GDNVEEVKDAGFNENASTLNVGLVGDDSLVQVFPTGIRFIRSDKRITEWPTPARRTIVRSAINNKQVVIALTGGELLYFE
LDITGSLVEVGRKDMGRDIACIDIAPIPEGRLRARFLAVGDYENTVRVLSLDPEDVFSSLAVQALPAPPESLCIVKMKGG
TDSSAGTLFLNIGLTNGVLQRTVLDKVTGELSDTRTRFLGSRPVRLLKLRVGDQPAMLALTSRAWLCYNYQLHLHLTPLS
YPALDYASNFCSERCPEGMVATIGNALRIISPERLGEVFHQELIPLRYTPRKMLVYPTTGNLITIETDHNTYPALIQGGL
RQRLLEAQQEPSAAAADGDSGAVKKEKEEEMETEDGEKTKEAKMGKLEELQREQAEREESARVFGTEKPGVGKWASCVRL
LDVNTKQTIDVVELDNNEAAFSACTCVFHDRGGEIFLVVGTAKGLVLNPRSCDAGYIHVYRLLDGGKRFSLVHKTQVEGV
PTAVCGFQGRLLVGIGKMLRIYDLGKRKLLRKCENKGFPHCIQSITTQGERIIVGDLAESFHFVKYRKAENQLNVYADDS
NPRWLTASQMLDYDTMAGADKFGNVFIVRLPSEVNEELEDNPMGNFLMSKQSLNGAAFKLQTLINFHVGDTINSMTKASL
FTGGADVLVYTTLMGGMGALLPFVSREDVDFFSHLEMHMRSELPPLCGRDHLAYRSYYFPVKDVIDGDLCEQFSLLPPEK
QRTIAEELDRTPGEVLKKLEVIRNSIL                                                     
>Acas_g7770                                                                     
MAHNYVVTAHKASSVTDCVVGHFTAPDELNLIVSKSTHVEIHLVTSDGLQPLHDVPIYGRVAAMKLFRPKAESRDLLFLS
TERYRFCILGYEAGELVTLANGDLQDRRGRPTDVGQIGIVDPDCRLIGLHLYDGLFKVVPMEPEKGRLAEAFNVRLEELQ
VLDIQFLYGCEKPTIAVLYQDPKEARHLKTYEVLMREKELVEGRWAQPNVEASASIIIPVPAPLGGAIVIGEQTIAYYNG
IRSQLKAISMKSTIVKAYGRIDTDGSRYLLGDHMGNLSVLVLKRDAEAVIDLKLERLGETSCASSIAYLDNGVVFVGSLF
GDSQLIRLLPEKDEKGSHVEVLNAYANLGPILDFVAVDLEKARPGPGPSGHVFRRLP                       
>Acas_g7771                                                                     
MGLDYRNGIGINEQANIELPGLKGMWSLRGSEESPYDSYLVVSFISETKVLASAGPAADELEERAIPGFDLEKQALYCGD
ALHGQLLQVTADSVRLVDGTSLELVAQWPDQGNASITVAAANLSQVVIAERGGKVYYLEISRGKLTQHGVVRLEHEVACL
DITPFEGHKTAEVCAAWSMDGRCLYTCWHYRTSSPAPRTYWVEKSFLDLSLILHPFRSGNTTHVFACCDRPTVIYAVPTT
GKLVYSNVNLREVAHMCSFSTEAFTDSLALATDETLTIGTVDEIQKLHIRTVELRETPRRICHHEPSAHFGLLTTMITAE
EEEVNWVRLLHEQTFEVVDSHRLETNEMGCSIIACSLEDDPQTYIVVGTTFADPQEPEPTRGRILVFSVQDSKLVLVAEK



EVKGIVYSLCSFNTKLLSTIGAKVSLFKWVLNQSTGLRELVPECAHYGHIMALYAATRGDFIVIGDLMKSVTLLTYKAID
GSMEEIARDYNPNWMTALEILDDDTYLGAENAYNLFAVRRNAETATDEERARLEVVGEYHLGDFVNRFRHGSLVMRMPES
DAGLLRSTPLLYGTVGGALGVVAAIAEEQFQFFAALQQLLTKVVRGVGGFAHDQWRAFSNERKSVPSRGFIDGDLIERFL
DLKPAQQAQVAQELAIPADEIARRIETISQALH                                               
>Atha_AT4G05420                                                                 
MSSWNYVVTAHKPTSVTHSCVGNFTSPQELNLIVAKCTRIEIHLLTPQGLQPMLDVPIYGRIATLELFRPHGEAQDFLFI
ATERYKFCVLQWDPESSELITRAMGDVSDRIGRPTDNGQIGIIDPDCRLIGLHLYDGLFKVIPFDNKGQLKEAFNIRLEE
LQVLDIKFLFGCAKPTIAVLYQDNKDARHVKTYEVSLKDKDFVEGPWSQNSLDNGADLLIPVPPPLCGVLIIGEETIVYC
SASAFKAIPIRPSITKAYGRVDVDGSRYLLGDHAGMIHLLVITHEKEKVTGLKIELLGETSIASTISYLDNAVVFVGSSY
GDSQLVKLNLHPDAKGSYVEVLERYINLGPIVDFCVVDLERQGQGQVVTCSGAFKDGSLRVVRNGIGINEQASVELQGIK
GMWSLKSSIDEAFDTFLVVSFISETRILAMNLEDELEETEIEGFLSQVQTLFCHDAVYNQLVQVTSNSVRLVSSTTRELR
DEWHAPAGFTVNVATANASQVLLATGGGHLVYLEIGDGKLTEVQHALLEYEVSCLDINPIGDNPNYSQLAAVGMWTDISV
RIFSLPELTLITKEQLGGEIIPRSVLLCAFEGISYLLCALGDGHLLNFQMDTTTGQLKDRKKVSLGTQPITLRTFSSKSA
THVFAASDRPTVIYSSNKKLLYSNVNLKEVSHMCPFNSAAFPDSLAIAREGELTIGTIDDIQKLHIRTIPLGEHARRICH
QEQTRTFGICSLGNQSNSEESEMHFVRLLDDQTFEFMSTYPLDSFEYGCSILSCSFTEDKNVYYCVGTAYVLPEENEPTK
GRILVFIVEDGRLQLIAEKETKGAVYSLNAFNGKLLAAINQKIQLYKWMLRDDGTRELQSECGHHGHILALYVQTRGDFI
VVGDLMKSISLLLYKHEEGAIEERARDYNANWMSAVEILDDDIYLGAENNFNLLTVKKNSEGATDEERGRLEVVGEYHLG
EFVNRFRHGSLVMRLPDSEIGQIPTVIFGTVNGVIGVIASLPQEQYTFLEKLQSSLRKVIKGVGGLSHEQWRSFNNEKRT
AEARNFLDGDLIESFLDLSRNKMEDISKSMNVQVEELCKRVEELTRLH*                               
>Atha_AT4G21100                                                                 
MSVWNYAVTAQKPTCVTHSCVGNFTSPQELNLIVAKSTRIEIHLLSPQGLQTILDVPLYGRIATMELFRPHGEAQDFLFV
ATERYKFCVLQWDYESSELITRAMGDVSDRIGRPTDNGQIGIIDPDCRVIGLHLYDGLFKVIPFDNKGQLKEAFNIRLEE
LQVLDIKFLYGCTKPTIAVLYQDNKDARHVKTYEVSLKDKNFVEGPWSQNNLDNGADLLIPVPSPLCGVLIIGEETIVYC
SANAFKAIPIRPSITKAYGRVDLDGSRYLLGDHAGLIHLLVITHEKEKVTGLKIELLGETSIASSISYLDNAVVFVGSSY
GDSQLIKLNLQPDAKGSYVEILEKYVNLGPIVDFCVVDLERQGQGQVVTCSGAYKDGSLRIVRNGIGINEQASVELQGIK
GMWSLKSSIDEAFDTFLVVSFISETRILAMNIEDELEETEIEGFLSEVQTLFCHDAVYNQLVQVTSNSVRLVSSTTRELR
NKWDAPAGFSVNVATANASQVLLATGGGHLVYLEIGDGTLTEVKHVLLEYEVSCLDINPIGDNPNYSQLAAVGMWTDISV
RIFVLPDLTLITKEELGGEIIPRSVLLCAFEGISYLLCALGDGHLLNFQLDTSCGKLRDRKKVSLGTRPITLRTFSSKSA
THVFAASDRPAVIYSNNKKLLYSNVNLKEVSHMCPFNSAAFPDSLAIAREGELTIGTIDDIQKLHIRTIPIGEHARRICH
QEQTRTFAISCLRNEPSAEESESHFVRLLDAQSFEFLSSYPLDAFECGCSILSCSFTDDKNVYYCVGTAYVLPEENEPTK
GRILVFIVEEGRLQLITEKETKGAVYSLNAFNGKLLASINQKIQLYKWMLRDDGTRELQSECGHHGHILALYVQTRGDFI
AVGDLMKSISLLIYKHEEGAIEERARDYNANWMTAVEILNDDIYLGTDNCFNIFTVKKNNEGATDEERARMEVVGEYHIG
EFVNRFRHGSLVMKLPDSDIGQIPTVIFGTVSGMIGVIASLPQEQYAFLEKLQTSLRKVIKGVGGLSHEQWRSFNNEKRT
AEAKGYLDGDLIESFLDLSRGKMEEISKGMDVQVEELCKRVEELTRLH*                               
>Atha_AT3G11960                                                                 
MAAPEDESSAQSQSSPATAAPTPPPSSSPSSAGDHYLAKCILRPSVVLQVAYGYFRSPSSRDIVFGKETCIELVVIGEDG
IVESVCEQYVFGTIKDLAVIPQSSKLYSNSLQMGKDLLAVLSDSGKLSFLSFSNEMHRFSPIQHVQLSTPGNSRIQLGRM
LTIDSSGLFLAVSAYHDRFALFSLSTSSMGDIIHQRISYPSEDGGNGSSIQAISGTIWSMCFISKDFNESKEYAPILAIV
INRKGSLMNELALFRWNVKEESICLISEYVETGALAHSIVEVPHSSGFAFLFRIGDVLLMDLRDPQNPCCLFRTSLDFVP
ASLMEEHFVEESCRVQDGDDEGCNVVVCALLELRDHEVRDHDPMFIDTESDIGKLSSKNVSSWTWEPENNHNPRMIICLD
NGDFFMFELIYEDDGVKVNLSECLYKGLPCKDILWIEGGFLATFAEMADGTVFKLGTEKLHWMSSIQNIAPILDFSVMDD
QNEKRDQIFACCGVTPEGSLRIIRSGINVEKLLKTAPVYQGITGTWTVKMKLTDVYHSFLVLSFVEETRVLSVGLSFKDV
TDSVGFQSDVCTFACGLVADGLLVQIHQDAIRLCMPTMDAHSDGIPVSSPFFSSWFPENVSISLGAVGQNLIVVSTSNPC
FLSILGVKSVSSQCCEIYEIQRVTLQYEVSCISVPQKHIGKKRSRDSSPDNFCKAAIPSAMEQGYTFLIGTHKPSVEVLS
FTEDGVGVRVLASGLVSLTNTMGTVISGCIPQDVRLVLVDQLYVLSGLRNGMLLRFEWAPFSNSSGLNCPDYFSHCKEEM
DTVVGKKDNLPVNLLLIATRRIGITPVFLVPFSDSLDSDIIALSDRPWLLQTARQSLSYTSISFQPSTHATPVCSFECPQ
GILFVSENCLHLVEMVHSKRRNAQKFQLGGTPRKVIYHSESKLLIVMRTDLYDTCTSDICCVDPLSGSVLSSYKLKPGET
GKSMELVRVGNEHVLVVGTSLSSGPAILPSGEAESTKGRVIILCLEHTQNSDSGSMTICSKACSSSQRTSPFHDVVGYTT
ENLSSSSLCSSPDDYSYDGIKLDEAETWQLRLASSTTWPGMVLAICPYLDHYFLASAGNAFYVCGFPNDSPERMKRFAVG
RTRFMITSLRTYFTRIVVGDCRDGVLFYSYHEESKKLHQIYCDPAQRLVADCFLMDANSVAVSDRKGSIAILSCKDHSDF
GMKHLEYSSPESNLNLNCAYYMGEIAMSIKKGCNIYKLPADDVLRSYGLSKSIDTADDTIIAGTLLGSIFVFAPISSEEY
ELLEGVQAKLGIHPLTAPVLGNDHNEFRGRENPSQARKILDGDMLAQFLELTNRQQESVLSTPQPSPSTSKASSKQRSFP
PLMLHQVVQLLERVHYALH*                                                            
>Atha_AT3G55220                                                                 
MYLYSLTLQQATGIVCAINGNFSGGKTQEIAVARGKILDLLRPDENGKIQTIHSVEVFGAIRSLAQFRLTGAQKDYIVVG
SDSGRIVILEYNKEKNVFDKVHQETFGKSGCRRIVPGQYVAVDPKGRAVMIGACEKQKLVYVLNRDTTARLTISSPLEAH
KSHTICYSLCGVDCGFDNPIFAAIELDYSEADQDPTGQAASEAQKHLTFYELDLGLNHVSRKWSNPVDNGANMLVTVPGG
ADGPSGVLVCAENFVIYMNQGHPDVRAVIPRRTDLPAERGVLVVSAAVHKQKTMFFFLIQTEYGDVFKVTLDHNGDHVSE
LKVKYFDTIPVASSICVLKLGFLFSASEFGNHGLYQFQAIGEEPDVESSSSNLMETEEGFQPVFFQPRRLKNLVRIDQVE
SLMPLMDMKVLNIFEEETPQIFSLCGRGPRSSLRILRPGLAITEMAVSQLPGQPSAVWTVKKNVSDEFDAYIVVSFTNAT
LVLSIGEQVEEVNDSGFLDTTPSLAVSLIGDDSLMQVHPNGIRHIREDGRINEWRTPGKRSIVKVGYNRLQVVIALSGGE
LIYFEADMTGQLMEVEKHEMSGDVACLDIAPVPEGRKRSRFLAVGSYDNTVRILSLDPDDCLQILSVQSVSSAPESLLFL



EVQASIGGDDGADHPANLFLNSGLQNGVLFRTVVDMVTGQLSDSRSRFLGLKPPKLFSISVRGRSAMLCLSSRPWLGYIH
RGHFHLTPLSYETLEFAAPFSSDQCAEGVVSVAGDALRIFMIDRLGETFNETVVPLRYTPRKFVLHPKRKLLVIIESDQG
AFTAEEREAARKECFEAGGVGENGNGNADQMENGADDEDKEDPLSDEQYGYPKAESEKWVSCIRVLDPKTATTTCLLELQ
DNEAAYSVCTVNFHDKEYGTLLAVGTVKGMQFWPKKNLVAGFIHIYRFVEDGKSLELLHKTQVEGVPLALCQFQGRLLAG
IGPVLRLYDLGKKRLLRKCENKLFPNTIISIQTYRDRIYVGDIQESFHYCKYRRDENQLYIFADDCVPRWLTASHHVDFD
TMAGADKFGNVYFVRLPQDLSEEIEEDPTGGKIKWEQGKLNGAPNKVDEIVQFHVGDVVTCLQKASMIPGGSESIMYGTV
MGSIGALHAFTSRDDVDFFSHLEMHMRQEYPPLCGRDHMAYRSAYFPVKDVIDGDLCEQFPTLPMDLQRKIADELDRTPA
EILKKLEDARNKII*                                                                 
>Atha_AT5G51660                                                                 
MSFAAYKMMHWPTGVENCASGYITHSLSDSTLQIPIVSVHDDIEAEWPNPKRGIGPLPNVVITAANILEVYIVRAQEEGN
TQELRNPKLAKRGGVMDGVYGVSLELVCHYRLHGNVESIAVLPMGGGNSSKGRDSIILTFRDAKISVLEFDDSIHSLRMT
SMHCFEGPDWLHLKRGRESFPRGPLVKVDPQGRCGGVLVYGLQMIILKTSQVGSGLVGDDDAFSSGGTVSARVESSYIIN
LRDLEMKHVKDFVFLHGYIEPVIVILQEEEHTWAGRVSWKHHTCVLSALSINSTLKQHPVIWSAINLPHDAYKLLAVPSP
IGGVLVLCANTIHYHSQSASCALALNNYASSADSSQELPASNFSVELDAAHGTWISNDVALLSTKSGELLLLTLIYDGRA
VQRLDLSKSKASVLASDITSVGNSLFFLGSRLGDSLLVQFSCRSGPAASLPGLRDEDEDIEGEGHQAKRLRMTSDTFQDT
IGNEELSLFGSTPNNSDSAQKSFSFAVRDSLVNVGPVKDFAYGLRINADANATGVSKQSNYELVCCSGHGKNGALCVLRQ
SIRPEMITEVELPGCKGIWTVYHKSSRGHNADSSKMAADEDEYHAYLIISLEARTMVLETADLLTEVTESVDYYVQGRTI
AAGNLFGRRRVIQVFEHGARILDGSFMNQELSFGASNSESNSGSESSTVSSVSIADPYVLLRMTDDSIRLLVGDPSTCTV
SISSPSVLEGSKRKISACTLYHDKGPEPWLRKASTDAWLSSGVGEAVDSVDGGPQDQGDIYCVVCYESGALEIFDVPSFN
CVFSVDKFASGRRHLSDMPIHELEYELNKNSEDNTSSKEIKNTRVVELAMQRWSGHHTRPFLFAVLADGTILCYHAYLFD
GVDSTKAENSLSSENPAALNSSGSSKLRNLKFLRIPLDTSTREGTSDGVASQRITMFKNISGHQGFFLSGSRPGWCMLFR
ERLRFHSQLCDGSIAAFTVLHNVNCNHGFIYVTAQGVLKICQLPSASIYDNYWPVQKIPLKATPHQVTYYAEKNLYPLIV
SYPVSKPLNQVLSSLVDQEAGQQLDNHNMSSDDLQRTYTVEEFEIQILEPERSGGPWETKAKIPMQTSEHALTVRVVTLL
NASTGENETLLAVGTAYVQGEDVAARGRVLLFSFGKNGDNSQNVVTEVYSRELKGAISAVASIQGHLLISSGPKIILHKW
NGTELNGVAFFDAPPLYVVSMNVVKSFILLGDVHKSIYFLSWKEQGSQLSLLAKDFESLDCFATEFLIDGSTLSLAVSDE
QKNIQVFYYAPKMIESWKGLKLLSRAEFHVGAHVSKFLRLQMVSSGADKINRFALLFGTLDGSFGCIAPLDEVTFRRLQS
LQKKLVDAVPHVAGLNPLAFRQFRSSGKARRSGPDSIVDCELLCHYEMLPLEEQLELAHQIGTTRYSILKDLVDLSVGTS
FL*                                                                             
>Mgut_mgv1a005247m                                                              
MWPLQHMIDVPIHGRILTLELFQARDLLFVATERYAFCVLQWDAETSDVITRVTGDAWHPERSPTHNIKVGTVDPDGRLI
VFHMSNGILKVFPFTNAGQLGEPFNIRLNRGHVLDIKFLYGCGKPTVVMLYKFDALAGVPFGIYDSCLFFMIVFLPEPFC
GVLFFCKKVICYRGRGGQQTITKEPTTISACGRVDLIRARYVYGDHNGNLLTLDIAHEGKMPIGLKIVRLDKTSVASSIS
YIGASVVFVGSSYGDSQLVKINILADEIVPRVEVLKIFENLGPIADFCVVDSERQGQCQLASRVLQVVTRMWSLRSSTDD
PYSTFLVVSFISGTRIWEMNLENDLKECQIQGFSSDVETLFCHDAIHDQLVQVLLAIGGGHLVYLEIGDGVLSEVKHIQL
EYDISCLDINPIGDNPNHSQLAAVGMWTDISVRIFSLPDLNLITKEHLGGEIIPRSVLLCSFEGISYLLCALGDGHLLNF
MNRIRWKRVRRR*                                                                   
>Mgut_mgv1a000203m                                                              
MSFAAYKMMHWATGIEHCASGFITHSAADCTPGIAPVAADDMDSDWPASTKPVGPVPNLVTVAANVLEVYTVRVQEDSSS
SMDSKGAAEPKRGGVLAGVSGASLELVCHYRLHGNVESLGVLPNGGGRRRDSIILTFRDAKISVLEFEDSIHGLRTSSMH
CFEGPDWLHLKRGRECFPRGPLVKVDPLGRCAAVLIYGLQMIVLKAAEASSGLVGEENTSTSGPIGASRIESSYIIGLRD
LDMKHVKDIIFLHGYIEPVVVILHEQELTWAGRVSWKNNTCMISALSISTTLKQHPLIWSATNLPHDAYKLLAVPSPIGG
VLVIGANTIHYHSQSSSCLLALNNFAVPVDVSQEMPRSGFTTELDAANATWLTNDVAVFSSKSGELLLLTLVYDGRIVQR
LELSKSRASVLTSDITTIGNSLFFLGSRLGDSLLVQYNFGVGAPIMAPGVKEEGGDIESDAPLPKRLRRSSSDALQDLGV
GEELSFYSTGPTNAQLSQKTFTFAVRDSLLNVGPLKDFSYGLRINADPNATGIAKQSNYELVSCSGHGKNGALSVLQQSI
RPDTITQESLPGCKGIWTVYHKNLRNDSSKGALDEDEYHAYLIISLENRTMVLQTANNLEEVTENVDYYVQGSTIAAGNL
FGRRRVIQIFASGARILDGAFMTQDLSFKSSNSDASSASEGTIVSSVSIADPYVLLRMSDGSIQLLVGDPSTCSVSVTIP
PVFESSDKMVAACTLYHDKGPELWLRRTSTDAWLSTGIGESIDGADGTTHDQGDVYLVLCYENGNLEMFDVPNFSSVFSV
DKFVSGKSHILDTFFHGPANDPVKLMNKDPEDVGRGRKETAHNIKVVELCMQRWDAEQSRPFLFGILSDGSILCYHAYIY
EDSDNASKTDLGSISSSRLRNLRFVRVCLDSYAREETPSGTSSQRISVFKNVGGLQGLFLSGSSPAWFMMFRERLRIHPQ
VCDGPIVAFTVLHNVNCNHGFICITSEGALKICQLPALSYDNYWPVQKVALKGTPHQVTYFAEKNLYPLIVSVPVLKPLN
QVLSSLIDQEAGNQFEPDNFSSEGTYPMEEFEIRIMEPEKSAGPWQTRATIPMQTSENALTLRVVTLFNSTTQRNETLLA
IGTAYVQGEDVAARGRVLLYSVEKSSDSAQTKVTEVYSKELKGAISALASLQGHLLIASGPKIILHKWTGSELNGVAFYD
VPPLYVVSLNIVKNFILLGDIHKSIYFLSWKEQGSQLNLLAKDFGSLDTLATEFLIDGSTLSLIVSDEQKNVQIFYYAPK
MSESWKGQKLLPRAEFHVGAHITKFLRLQLLPTSADRTNPGSDKTNRFGLLFGTLDGSIGCIAPLDELTFRRLQSLQKKL
VDSVSHFAGLNPRSFRHFHSNGKAHRPGPDSIVDCELLFNFEMLRLEEQIEIAQQIGTTRTQIMSSLNDLTLSTSFL*  
>Mgut_mgv1a000482m                                                              
MSIWNYMATAHKPTAVTHACVGSFTGVQEINLILAKCSQIEIYKLLSQESQALKVDLHHMLDVPIYGRIVTLELLRPRGL
DHDLLFIATKERHKFCLMEWVEGAMGIVDPDCRLIGFHVYNRIFKFVPLDDRGQLQEAFDIVYHEERLGGDRVLEIKFLY
GCQEPTIVVLHQDANEVCNVETYVIDLNSKTLVAGPWYQERIYNSPFPWTDIAGPRWYGACSAIEKAEFLIPVEPPLCGF
LVIGGRSIQYFGAKVWIKHNIELSFTSAYGRCGNSDYLVSDHNGILHLIVIDHDEDKVSGLRTTALGETSVASSISYIKD
SAIFVGSSNCDSQLIEINRDPDAKGPHVKVYETFVNLGPIVDLCVVNYENHHQVQVVTCSGTSKDGSLYVVRKRTRINEL
DSVEHPGIKQMWSLQSAADNTHDLFLVVSHANKTCILKMKSEGIIGETQMQGLSSDAETLFCHYANYDQLVQVTSYAVRL



VSLTTGKLCDEWLPSEDYLINVGTANATQVLLAIGCNRLVHLLIGDGVLTQGKQTQLDHDISSLHITPTGDQSDGQLAAV
GTWTDNSVSILTLPSLKLLMKEPLEGVPRSVLLCSFEGVSYLLCGLGEGHLWNFVLNTRKDELELADGKRVSLGTEPITL
CIFSSENATHVFAASYSQQTIIYSNNRKLFYTNVFCMKGVRSVCPFNPDSLSNSFAIAKEDELLFGTMDRIQKLYTDRIK
LEGGHCARCICHQEQTQTFVICSSSAKYCGIHLLDDQSFDIKSSIKLDKFETGQSILSCSFSGDSGVYYCIGTVYITGGE
DHPTRGRILVYDVNCGKLREIANREMEGGVYSLKAFKGKLLVAVNYDIHFYKWTLNNQGSPMLTLECMHIHEMGRRRELE
PFVETRGDFIVAGDPSINISLLTHTTRYPDRSSLTQPECALEMQTHRFSHFGTSAFGMLGDDIYVFADKNLNLFSVRKGS
ELVPVLVGRYRDRRHQVVTDATPRRFRLEMVGRYYFGDVINRFRHGSFLTTFPDSDVSQIPTLVFGTVSGAIGVMASLSE
DKYILLDKLQTNLREVKRGATWLSHKEWRFFSPTAGDFRATNFLDGDFIALFLQLEKNQMEKISKAVEVPVEELKKIVQD
LSRLYS*                                                                         
>Mgut_mgv1a000592m                                                              
MSIWNYVVTAHKPTNVTHSCVGNFTGPQELNLIVAKCTRIEIHVLSPQGLQPMLDVPIYGRIATLELFRPHGEAQDLLFV
ATERYKFCVLQWDAETSEVITRAMGDVSDRIGRPTDNGQIGIVDPDCRLIGLHLYDGLFKVIPFDNKGQLKEAFNIRLEE
LQVLDIKFLYGCPKPTIVVLYQDNKEARHVKTYEVALKDKDFVEGPWSQNNLDNGAELLIPVPPPLCGVLIIGEETIVYC
SASAFKAIPVRPSITRAYGRVDADGSRYLLGDHNGILHLLVITHEKEKVTGLKIELLGETSVASSISYLDNAVVFVGSSY
GDSQLIKINLHPDAKGSYVEVLERFVNLGPIVDFCVVDLERQGQGQVVTCSGAYKDGSLRIVRNGIGINEQASVELQGIK
GMWSLRSATDDPYDTFLVVSFISETRILAMNLEDELEETEIEGFSSDVQTLFCHDAIHDQLVQVLLAIGGGHLVYLEIGD
GVLTEVKHIQLEYDISCLDINPIGDNTNHSQLAAVGMWTDISVRIFSLPDLNLITKELLGGEIIPRSVLLCSFEGISYLL
CALGDGHLLNFVLNTSNGQLADRKKVSLGTQPITLRTFSSKNATHVFAASDRPTVIYSSNKKLLYSNVNLKEVSHMCPFN
SAAFPDSLAIAKEGELTIGTIDDIQKLHIRSIPLGEHARRICHQEQTRTFAICSLKYNQSSAEDSEMHFIRLLDDQTFDF
ISTYSLDQFECGCSILSCSFSDDNNVYYCIGTAYVMPEENEPTKGRILVFAVEDGKLQLIAEKETKGAVYSLNAFNGRLL
AAINQKIQLYKWMLRDDGSRELQSESGHHGHILALYVQTRGDFIVVGDLMKSISLLIYKHEEGAIEERARDYNANWMSAV
EILDDDIYVGAENNFNLFTVRKNSEGATDEERGRLEVVGEYHLGEFVNRFRHGSLVMRLPDSDVGQIPTVIFGTVNGVIG
VIASLPHEQYVFLEKLQTNMRKVIKGVGGLSHEQWRSFYNEKKTVDAKNFLDGDLIESFLDLNRNQMEEVSKAINVPVEE
LMKRVEELTRLH*                                                                   
>Mgut_mgv1a000366m                                                              
MYLYSLTLQKATGIICAINGNFSGGKSQEIVVARGKVLDLLRPDENGKLQSLLSVEIFGAIRSLAQFRLTGAQKDYIVVG
SDSGRIVILEYNKEKNTFEKIHQETFGKSGCRRIVPGQYLAVDPKGRAVMIGACEKQKLVYVLNRDTSARLTISSPLEAH
KSHTIVYSICGVDCGFDNPIFAAIELDYSEADQDPTGQAANEAQKLLTFYELDLGLNHVSRKWSEQVDNGANLLVTVPGG
GDGPSGVLVCAENFVIYKNQGHPDVRAVIPRREDLPAERGVLIVSAAMHKQKTMFFFLLQTEYGDIFRVTLDHDNDRVKE
LKIKYFDTIPVTSSLCVLKSGFLFAASEFGNHALYQFQAIGDDPDVEASSATLMETEEGFQPVFFQPRKLKNLVRIDQVE
SLMSMMDMKVSNLFEEETPQIFTLCGRGPRSSLRILRPGLAISEMAVSQLPGVPSAVWTVKKNVNDEFDAYIVVSFANAT
LVLSIGETVEEVSDSGFLDTTPSLSVSLIGDDSLMQVHPSGIRHIREDGRINEWRTPGKRTIVKVGSNRLQVVIALSGGE
LIYFEVDMTGQLMEVEKHEMSGDVACLDIAPVPEGRQRSRFLAVGSYDNTIRILSLDPDDCMQILSLQSVSSPPESLLFL
EVQASIGGEDGADHPASLFLNAGLQNGVLFRTVVDMVTGQLSDARSRFLGLRAPKLFSIAVRGRRAMLCLSSRPWLGYIH
QGHFLLTPLSYETLEFAASFSSDQCAEGVVAVAGDALRVFTIERLGESFNETAIPLRYTPRKFVLHPKRKLLVTIESDQG
AFTAEEREAAKKESFEAAGMGENGNANQIENGDDEDNSDPLSDEQYGYPKAESGKWVSCIRVLDPRTAQTTCLLELQDNE
AAFSMCTVNFHDKEYGTLLAVGTAKGLQFWPKRSFEAGFIHIYRFKEDGKVLELLHKTQVEGVPLALCQFQGRLLAGIGP
ILRLYDLGKRRLLRKCENKLFPNSITSIHTYRDRIFVGDMQESFHYCKYRRDENQLYIFADDTVPRWLTAAHHIDFDTMA
GTDKFGNVFFVRLPQDVSDEIEEDPTGGKIKWEQGKLNGAPNKVEEIVQFHVGDVVSCLYKATLIPGGGECILYGTVMGS
LGAFLPFASRDDVDFFSHLEMHMRQEHPPLCGRDHMAYRSSYFPVKDVIDGDLCEQFPTLPMDMQRKIADELDRTPGEIL
KKLEEIRNKII*                                                                    
>Mgut_mgv1a000236m                                                              
MAVSEEESSSSSSSRPNTSNTNLRSPNADAFYLAKTVLRGSVVLQAVCGHFRSPNSYDVVFGKETSIELVIVDEDGVVQS
ISEQPVFGTIKDIAVLPWNKRFQVQNPKVLGKDMLLVISDSGKLSFLTFCSEMHRFLPLTHIQLSDPGNSRHQVGRMLAV
DSSGCFVAASAYEDQLAIFSLSMSSSGDIIDKRILCPPEKDGGLETAKGSIINISGTIWSMCFISEDDNQPEKERKPVLA
ILLNRWGSFYRNELLLLEWNIKEQSVQVVYQFAEAGPLAYHIVEVPHTHGFAFLFRAGDIALMDFRNVKSPSCVHRTSLN
FTPLEEKKFKNSIRIPDIMDEEGMYSVAASALLELGDINKNDDPMNIDDYSSVQPGSNYVCSWSWEPGVTNGHRIIFSAD
SGDLYALEVLFESDGVRVNLSDCLYKGRPANALLWLDCGFVAVVVDMADGMVLKFEEGFLKYKSSIQNIAPILDMCIVDY
PDEKHDQLFACSGMASEGSLRIIRSGISVEKLLKTAPIYQGVTGTWTVKMKLSDPYHSFLVLSFVEETRVLSVGVNFSDV
TESVGFQPDVCTLACGVVADGVMVQIHQRGVRLCLPVGSVHPEGIPFSSPICTSWFPDNMSISLGAVGHGMIVVATSSPC
FLFILGIRCSLAYHYEVYQMYCVKLQNELSCISIPQKHLELSRFLTNYAANNSTPAFPSGNHVDNLFVIGTHRPSVEVVS
FTGDKGLQVLAIGIISLTNTLGTTISGCVPEDVRLVLVDRLYVLSGLRNGMLLRFEWPSASTLSSAGSTGQQSIVGSSTI
NFHISSNLLSPNNEVPEIFKSNISGKTEGDLPVNLQLIAVRRIGITPVFLVSLSDSLDADMIALSDRPWLLQTARHSLSY
TSISFQPSTHVTPVCSVECPRGILFVAENSLNLVEMVPSKRLNVQAFHLGGTPRKILYHNATRLLFIMRTELDNDSCSSD
ICCVDPLSGSVVSSFKFEPGETGKCMEFIKVGCEHVLVVGTSLSAGPAMMPSGEAESTKGRLLVLFLEYTHISDIGSVTQ
RNSPIGGYSADQLFNSSLCSSPDDNNYDGIKLEETEAWHLRLAYSTIVSGMILAVCQYLDSYFLFSSGSTFSVCGFVNDN
CQRMRKFASTRTRFTIMTLTSHFTRIAVGDCRDGVLFYSYHEDSKKLEQVYCDPVQRLVADCLLMDVDTAVVSDRKGSLV
VLSCANHLEDNASPERNLTLSCSYYMGEIAMSMRKGSFSYKLPADDMLKDSDDATNNINSSRNCIMASTLLGSIIIFIPM
TREEYELLEEVQARLVVDPLTAPILGNDHNEFRSRESRAGIRKILDGDILGQFLELTSMQQEAVLALPSGTPNVTVMSTL
KPPMPVMVNQVVRLLERVHYALN*                                                        
>Acoe_009_00466                                                                 
MAVPDEDSSSSQSRSSSDTKGKGAYYLAKCVLKGSAVLQAVHGHLRSSTSNDIVFGKETSIELVIVGEDGVMQSVCEQTV



FGVIKDLAVLRWNEKFRAPDPQTLGKDLLVVLSDSGKLSFLTFCNEMHRFFAVSHLQLSDPGNSRHQLGRMLAIDSNGCF
GAVSAYEDQLALFSVSISAGSNIVDKEMFYPSENEGDASSRTSRGIERTNICGTIWSMCFISKDDSQLSKDACNPVLAII
LHRKGSVLNELLLLGWDTSDHTIHVLSQFTEPGPLALDIVDVPYGSGHALLFRVGDALLMDLRDPRSPSCVYRTSLSLLP
SIVEEQNSVEQSSRGLDVDDEGSFNAAARALLELRDSRMEMSRDDDPMNIDSECGKISTARLVCSWSWEPGNTSTPRLIF
SLDTGEIFTMEISSHPDGVKVNLSDCFYRSLPCKTILWVREGFVAALVEMGDGMVLQFESGRLIYRSPIENIAPILDMSV
VDYHDEKQDQMFACCGMAPEGSLRIIRSGISVEKLLRTAPIYQGITGTWTTKMKVVDSYHSFLVLSFVEETRVLSVGLSF
SDVTEAVGFQTDTCTLACGLVCDGLLVQIHKNAVRLCLPTTAAHPEGIPLTAPICTSWFPDNVSISLGAVGHNVIIVATS
NPCFLYILGARSLSAYHYELYEMQHVRLQNEVSCISIPQRSSDFRSSMSFINVSGGGPGASLPAGVDIDNIFVIGTHKPS
VEVLSFSPEKGLRHLSCGTISLTNTLGTTITGCIPQDVRLVLVDRLYVLSGLRNGMLLRFEWPATCAVFPSKVSSRSSFI
SSCFTNVDASYRKQKDPVLTGKQYCTPEWSEKAEEKVPVHLQLIAIRRIGITPVFLVPLCDSIDADIIALSDRSWLLQAA
RHSLSYTSISFQSATHVTPVCSVDCPKGILFVAENSLHLVEMVHTKRLNVQKFAIGGTPRKILYHNESRLLLVMRTDLET
GLSSSDICFVDPVSGSLLSTYKLEAGEIGKSMQLVKVGSEQVLVVGTSQSTGRIIMSSGEAESDTKGRLLVLCLKHMQNT
DSNSLTLCSKPGSSSHTSPFREIVGYATEQLSSSSLCSSPDDTSCDGVKLEETEAWRFRLAYQAILPGVVLAVCPFLDRY
FLASAGNTLYVYGFLNENPQRVRRFAFGKTRFTITCLTTLYTRIAVGDCRDGILFYSYQEDPDLRKLGKLEQLYCDPVQR
LVADCTLMDMDTAVVSDRRGSVTVLSRTIDLEENASPECNLTLSCSYYIGETVMSIRKGLLSYKLPVDDALKGCDSTDTR
FDSAQNSIVASTLLGSVIIFIPISREEHEILEVVQARLVAHPLTEPVLNNDHNEFRGRGSPAGVPKILDGDMLAQFLELT
SLQQEAVLSFSLGMSERDSSSSRSVSEPPTPVSQVVRLLERVHYALNMAVPDEDSSSSQSRSSSDTKGKGAYYLAKCVLK
GSAVLQAVHGHLRSSTSNDIVFGKETSIELVIVGEDGVMQSVCEQTVFGVIKDLAVLRWNEKFRAPDPQTLGKDLLVVLS
DSGKLSFLTFCNEMHRFFAVSHLQLSDPGNSRHQLGRMLAIDSNGCFGAVSAYEDQLALFSVSISAGSNIVDKEMFYPSE
NEGDASSRTSRGIERTNICGTIWSMCFISKDDSQLSKDACNPVLAIILHRKGSVLNELLLLGWDTSDHTIHVLSQFTEPG
PLALDIVDVPYGSGHALLFRVGDALLMDLRDPRSPSCVYRTSLSLLPSIVEEQNSVEQSSRGLDVDDEGSFNAAARALLE
LRDSRMEMSRDDDPMNIDSECGKISTARLVCSWSWEPGNTSTPRLIFSLDTGEIFTMEISSHPDGVKVNLSDCFYRSLPC
KTILWVREGFVAALVEMGDGMVLQFESGRLIYRSPIENIAPILDMSVVDYHDEKQDQMFACCGMAPEGSLRIIRSGISVE
KLLRTAPIYQGITGTWTTKMKVVDSYHSFLVLSFVEETRVLSVGLSFSDVTEAVGFQTDTCTLACGLVCDGLLVQIHKNA
VRLCLPTTAAHPEGIPLTAPICTSWFPDNVSISLGAVGHNVIIVATSNPCFLYILGARSLSAYHYELYEMQHVRLQNEVS
CISIPQRSSDFRSSMSFINVSGGGPGASLPAGVDIDNIFVIGTHKPSVEVLSFSPEKGLRHLSCGTISLTNTLGTTITGC
IPQDVRLVLVDRLYVLSGLRNGMLLRFEWPATCAVFPSKVSSRSSFISSCFTNVDASYRKQKDPVLTGKQYCTPEWSEKA
EEKVPVHLQLIAIRRIGITPVFLVPLCDSIDADIIALSDRSWLLQAARHSLSYTSISFQSATHVTPVCSVDCPKGILFVA
ENSLHLVEMVHTKRLNVQKFAIGGTPRKILYHNESRLLLVMRTDLETGLSSSDICFVDPVSGSLLSTYKLEAGEIGKSMQ
LVKVGSEQVLVVGTSQSTGRIIMSSGEAESDTKGRLLVLCLKHMQNTDSNSLTLCSKPGSSSHTSPFREIVGYATEQLSS
SSLCSSPDDTSCDGVKLEETEAWRFRLAYQAILPGVVLAVCPFLDRYFLASAGNTLYVYGFLNENPQRVRRFAFGKTRFT
ITCLTTLYTRIAVGDCRDGILFYSYQEDPDLRKLGKLEQLYCDPVQRLVADCTLMDMDTAVVSDRRGSVTVLSRTIDLEE
NASPECNLTLSCSYYIGETVMSIRKGLLSYKLPVDDALKGCDSTDTRFDSAQNSIVASTLLGSVIIFIPISREEHEILEV
VQARLVAHPLTEPVLNNDHNEFRGRGSPLIHQNSAHLLKLVYSLEGTRSSFVLGSNIELLKGLRKLWTVYCHSSHWHNLL
FLVLVMLCMQYMAVPDEDSSSSQSRSSSDTKGKGAYYLAKCVLKGSAVLQAVHGHLRSSTSNDIVFGKETSIELVIVGED
GVMQSVCEQTVFGVIKDLAVLRWNEKFRAPDPQTLGKDLLVVLSDSGKLSFLTFCNEMHRFFAVSHLQLSDPGNSRHQLG
RMLAIDSNGCFGAVSAYEDQLALFSVSISAGSNIVDKEMFYPSENEGDASSRTSRGIERTNICGTIWSMCFISKDDSQLS
KDACNPVLAIILHRKGSVLNELLLLGWDTSDHTIHVLSQFTEPGPLALDIVDVPYGSGHALLFRVGDALLMDLRDPRSPS
CVYRTSLSLLPSIVEEQNSVEQSSRGLDVDDEGSFNAAARALLELRDSRMEMSRDDDPMNIDSECGKISTARLVCSWSWE
PGNTSTPRLIFSLDTGEIFTMEISSHPDGVKVNLSDCFYRSLPCKTILWVREGFVAALVEMGDGMVLQFESGRLIYRSPI
ENIAPILDMSVVDYHDEKQDQMFACCGMAPEGSLRIIRSGISVEKLLRTAPIYQGITGTWTTKMKVVDSYHSFLVLSFVE
ETRVLSVGLSFSDVTEAVGFQTDTCTLACGLVCDGLLVQIHKNAVRLCLPTTAAHPEGIPLTAPICTSWFPDNVSISLGA
VGHNVIIVATSNPCFLYILGARSLSAYHYELYEMQHVRLQNEVSCISIPQRSSDFRSSMSFINVSGGGPGASLPAGVDID
NIFVIGTHKPSVEVLSFSPEKGLRHLSCGTISLTNTLGTTITGCIPQDVRLVLVDRLYVLSGLRNGMLLRFEWPATCAVF
PSKVSSRSSFISSCFTNVDASYRKQKDPVLTGKQYCTPEWSEKAEEKVPVHLQLIAIRRIGITPVFLVPLCDSIDADIIA
LSDRSWLLQAARHSLSYTSISFQSATHVTPVCSVDCPKGILFVAENSLHLVEMVHTKRLNVQKFAIGGTPRKILYHNESR
LLLVMRTDLETGLSSSDICFVDPVSGSLLSTYKLEAGEIGKSMQLVKVGSEQVLVVGTSQSTGRIIMSSGEAESDTKGRL
LVLCLKHMQNTDSNSLTLCSKPGSSSHTSPFREIVGYATEQLSSSSLCSSPDDTSCDGVKLEETEAWRFRLAYQAILPGV
VLAVCPFLDRYFLASLYVYGFLNENPQRVRRFAFGKTRFTITCLTTLYTRIAVGDCRDGILFYSYQEDPDLRKLGKLEQL
YCDPVQRLVADCTLMDMDTAVVSDRRGSVTVLSRTIDLEENASPECNLTLSCSYYIGETVMSIRKGLLSYKLPVDDALKG
CDSTDTRFDSAQNSIVASTLLGSVIIFIPISREEHEILEVVQARLVAHPLTEPVLNNDHNEFRGRGSPAGVPKILDGDML
AQFLELTSLQQEAVLSFSLGMSERDSSSSRSVSEPPTPVSQVVRLLERVHYALNMAVPDEDSSSSQSRSSSDTKGKGAYY
LAKCVLKGSAVLQAVHGHLRSSTSNDIVFGKETSIELVIVGEDGVMQSVCEQTVFGVIKDLAVLRWNEKFRAPDPQTLGK
DLLVVLSDSGKLSFLTFCNEMHRFFAVSHLQLSDPGNSRHQLGRMLAIDSNGCFGAVSAYEDQLALFSVSISAGSNIVDK
EMFYPSENEGDASSRTSRGIERTNICGTIWSMCFISKDDSQLSKDACNPVLAIILHRKGSVLNELLLLGWDTSDHTIHVL
SQFTEPGPLALDIVDVPYGSGHALLFRVGDALLMDLRDPRSPSCVYRTSLSLLPSIVEEQNSVEQSSRGLDVDDEGSFNA
AARALLELRDSRMEMSRDDDPMNIDSECGKISTARLVCSWSWEPGNTSTPRLIFSLDTGEIFTMEISSHPDGVKVNLSDC
FYRSLPCKTILWVREGFVAALVEMGDGMVLQFESGRLIYRSPIENIAPILDMSVVDYHDEKQDQMFACCGMAPEGSLRII
RSGISVEKLLRTAPIYQGITGTWTTKMKVVDSYHSFLVLSFVEETRVLSVGLSFSDVTEAVGFQTDTCTLACGLVCDGLL
VQIHKNAVRLCLPTTAAHPEGIPLTAPICTSWFPDNVSISLGAVGHNVIIVATSNPCFLYILGARSLSAYHYELYEMQHV
RLQNEVSCISIPQRSSDFRSSMSFINVSGGGPGASLPAGVDIDNIFVIGTHKPSVEVLSFSPEKGLRHLSCGTISLTNTL
GTTITGCIPQDVRLVLVDRLYVLSGLRNGMLLRFEWPATCAVFPSKVSSRSSFISSCFTNVDASYRKQKDPVLTGKQYCT



PEWSEKAEEKVPVHLQLIAIRRIGITPVFLVPLCDSIDADIIALSDRSWLLQAARHSLSYTSISFQSATHVTPVCSVDCP
KGILFVAENSLHLVEMVHTKRLNVQKFAIGGTPRKILYHNESRLLLVMRTDLETGLSSSDICFVDPVSGSLLSTYKLEAG
EIGKSMQLVKVGSEQVLVVGTSQSTGRIIMSSGEAESDTKGRLLVLCLKHMQNTDSNSLTLCSKPGSSSHTSPFREIVGY
ATEQLSSSSLCSSPDDTSCDGVKLEETEAWRFRLAYQAILPGVVLAVCPFLDRYFLASAGNTLYVYGFLNENPQRVRRFA
FGKTRFTITCLTTLYTRIAVGDCRDGILFYSYQEDPDLRKLGKLEQLYCDPVQRLVADCTLMDMDTAVVSDRRGSVTVLS
RTIDLEENASPECNLTLSCSYYIGETVMSIRKGLLSYKLPVDDALKGCDSTDTRFDSAQNSIVASTLLGSVIIFIPISRE
EHEILEVVQARLVAHPLTEPVLNNDHNEFRGRGSPV                                            
>Acoe_022_00198                                                                 
MYLYSLTLQQATGIVCATNGNFIGGKSQEIVVARGKVLDLLRPDENGKLQTILSVEVFGAIRSLSHFRLTGSQKDYIVVG
SDSGRIVILEYNKEKNVFDQIHQETFGKSGCRRIVPGQYIAVDPKGRAVMIAACEKQKLVYVLNRDSTARLTISSPLEAH
KSHTIVYSIAGVDCGFDNPIFASIELDYLEADQDSTGQSANEAQKHLTFYELDLGLNHVSRKWSEPIDNGANMLVTVPGG
GDGPSGILVCAENFVIYKNQGHPDVRAVIPRRADLPAERGVLIVSAATHRHRATFFFLLQTEYGDVFKCTLEHDNDRVTE
LKIKYFDTIPVTISMCVLKTGFLFAASEFGNHGLYQFRAIGEEADVESSSSTLMETEEGFQPVFFQPRGLKNLIRIDQVD
SLMPIMDMKVANLFEEETPQIFTLCGRGPRSSLRILRPGLAVSEMAVSQLPGIPIAVWTVKKNINDEFDAYIVVSFASAT
LVLSIGETVEEVSDSGFLDTTPSLAVSLLGDDSLMQVHPKGIRHIREDGRIIQWETPGKRTIVKVATNRVQVVIALSGGE
LVYFEMDITGKLMEVEKHEMSGDVACLDIAPVPEGRQRSRFLAVGSYDNTIRILSLDPDDCMQVLSLQSVSSPPESLLLL
EVQASVGGEDGADHPASVFLNAGLQNGVLFRTVVDMVTGQLSDTRSRFLGLRAPKLFSAVVRGRRAMLCLSSRPWLGYIH
QGHFLLTPLSYETLEYAASFSSDQCAEGVVAVAGDALRVFTIERLGETFNETVIPLRYTPRKFVLHPKRKLLIVIESDQG
AFTAEEREAARKECLEAAGMEENGNGNIDEMENGAENEENDPLSDEQYGYPKAEAEKWVSCIRVFEPRTTTTTCLLELQD
NEAAFSVCTVNFSDKEYGTLLAVGTAKSLKFWPKRSFAAGFIHIYRFIEDGKGLQLLHKTQVEGIPLALCQFQGKLLAGI
GSVLRLYDLGKRKLLRKCENKLFPNTIISLHTYRDRIYVGDIQESFHYCKYRRDENQLYIFADDSVPKWLTASYHIDFDT
MAGADKFGNVYFMRLPQDLSDEIEEDPTGGKIKWEQGKLNGAPNKVEEIVQFHVGDVVTCLQKTSLIPGGGECLIYGTVM
GCLGALLAFTSREDVDFFSHLEMHMRQEHPPLCGRDHIAYRSAYFPVKDVIDGDLCEQFPTLPADLQKKIADELDRTPGE
IMKKLEDVRNRII                                                                   
>Acoe_022_00250                                                                 
MSSWNYVVTAHKPTSVSHSCVGNFTGPQELNLIIAKCTRIEIHLLTPQGLQPMLDVPIYGRIATLELFRPYGEAQDLLFI
ATDKYRICVLQWDAETSEIITKSNGDVADRIGRPTDNGQLGMIDPDCRLIGLHLYDGLFKVIPFDNKGQLKEAFNIRLEE
LQVLDIKFLYGCSKPTIVVLYQDNKDARHVKTYEVALKEKDFVEGPWSQNNLDNGAGLVIPVPRPLGGVIIIGEETIVYC
SATAFKAIPIRPSITRAYGRVDADGSRYLLSDHTGLLHLLVITHERERVTGLKIELLGETSIASTISYLDNAFVFVGSNY
GDSQLIKLNLQPDAKGSYVEVLERYVNLGPIVDFCVVDLERQGQGQVVTCSGAYKDGSLRIVRNGIGINEQASVELQGIK
GMWSLRSSTDDPFDTFLVVSFISETRILAMNPDDELEETEIEGFDSQVQTLCCHDAIHNQLLQVTASSVRLVSSTSRELR
NEWKAPSGFSVNVATANATQVLLATGGGHLVFLEVGDGILTEVKHAQLEYEVSCLDINPIGENSNASQLAAVGMWTDMSV
RIFSLPGLDLITKEHLGGEIIPRSVLLCAFEGVSYLLCALGDGHLFNFLLNLSSGELSDRKKVSLGTQPITLRTFSSKNT
THVFAASDRPTVIYSSNKKLLYSNVNLKEVSHMCPFNSAAFPDSLAIAKEGELTIGTIDDIQKLHIRTIPLGEHARRICH
QEQSRTFAICSLKYCQSNAEESEMHFVRLLDDQTFDFISTYPLDTYEYGCCILSCSFADDSNTYYCVGTAYVLPEESEPT
KGRILVFIVEDGKLQLIAEKETKGSVYSLNAFNGKLLAAINQKIQLYKWMLRDDGSRELQSECGHHGHILAIYVQTRGDF
IVVGDLMKSISLLIYKHEEGAIEERARDYNANWMSAVEILDDDVYLGAENSFNLFTVRKNSEGATDEERGRLEVVGEYHL
GEFVNRFRHGSLVMRLPDSDVGQIPTVIFGTVNGVIGVIASLPHAQYLFLEKLQSLLVEVIKGVGGLGHDQWRAFNNEKK
NSEAKNFLDGDLIESFLDLSRSRMDEISKAMLISTEELCKRVEELTRLHMSSWNYVVTAHKPTSVSHSCVGNFTGPQELN
LIIAKCTRIEIHLLTPQGLQPMLDVPIYGRIATLELFRPYGEAQDLLFIATDKYRICVLQWDAETSEIITKSNGDVADRI
GRPTDNGQLGMIDPDCRLIGLHLYDGLFKVIPFDNKGQLKEAFNIRLEELQVLDIKFLYGCSKPTIVVLYQDNKDARHVK
TYEVALKEKDFVEGPWSQNNLDNGAGLVIPVPRPLGGVIIIGEETIVYCSATAFKAIPIRPSITRAYGRVDADGSRYLLS
DHTGLLHLLVITHERERVTGLKIELLGETSIASTISYLDNAFVFVGSNYGDSQLIKLNLQPDAKGSYVEVLERYVNLGPI
VDFCVVDLERQGQGQVVTCSGAYKDGSLRIVRNGIGINEQASVELQGIKGMWSLRSSTDDPFDTFLVVSFISETRILAMN
PDDELEETEIEGFDSQVQTLCCHDAIHNQLLQVTASSVRLVSSTSRELRNEWKAPSGFSVNVATANATQVLLATGGGHLV
FLEVGDGILTEVKHAQLEYEVSCLDINPIGENSNASQLAAVGMWTDMSVRIFSLPGLDLITKEHLGGEIIPRSVLLCAFE
GVSYLLCALGDGHLFNFLLNLSSGELSDRKKVSLGTQPITLRTFSSKNTTHVFAASDRPTVIYSSNKKLLYSNVNLKEVS
HMCPFNSAAFPDSLAIAKEGELTIGTIDDIQKLHIRTIPLGEHARRICHQEQSRTFAICSLKYCQSNAEESEMHFVRLLD
DQTFDFISTYPLDTYEYGCCILSCSFADDSNTYYCVGTAYVLPEESEPTKGRILVFIVEDGKLQLIAEKETKGSVYSLNA
FNGKLLAAINQKIQLYKWMLRDDGSRELQSECGHHGHILAIYVQTRGDFIVVGDLMKSISLLIYKVMSSWNYVVTAHKPT
SVSHSCVGNFTGPQELNLIIAKCTRIEIHLLTPQGLQPMLDVPIYGRIATLELFRPYGEAQDLLFIATDKYRICVLQWDA
ETSEIITKSNGDVADRIGRPTDNGQLGMIDPDCRLIGLHLYDGLFKVIPFDNKGQLKEAFNIRLEELQVLDIKFLYGCSK
PTIVVLYQDNKDARHVKTYEVALKEKDFVEGPWSQNNLDNGAGLVIPVPRPLGGVIIIGEETIVYCSATAFKAIPIRPSI
TRAYGRVDADGSRYLLSDHTGLLHLLVITHERERVTGLKIELLGETSIASTISYLDNAFVFVGSNYGDSQLIKLNLQPDA
KGSYVEVLERYVNLGPIVDFCVVDLERQGQGQVVTCSGAYKDGSLRIVRNGIGINEQASVELQGIKGMWSLRSSTDDPFD
TFLVVSFISETRILAMNPDDELEETEIEGFDSQVQTLCCHDAIHNQLLQVTASSVRLVSSTSRELRNEWKAPSGFSVNVA
TANATQVLLATGGGHLVFLEVGDGILTEVKHAQLEYEVSCLDINPIGENSNASQLAAVGMWTDMSVRIFSLPGLDLITKE
HLGGEIIPRSVLLCAFEGVSYLLCALGDGHLFNFLLNLSSGELSDRKKVSLGTQPITLRTFSSKNTTHVFAASDRPTVIY
SSNKKLLYSNVNLKEVSHMCPFNSAAFPDSLAIAKEGELTIGTIDDIQKLHIRTIPLGEHARRICHQEQSRTFAICSLKY
CQSNAEESEMHFVRLLDDQTFDFISTYPLDTYEYGCCILSCSFADDSNTYYCVGTAYVLPEESEPTKVRVFCLLSSFESQ
KC                                                                              
>Acoe_074_00081                                                                 



MGFLIRFDVSQQATGIVCATNGNFIGGKSQEIVVARGKFLYLLRPDENGKLQTILSVEVSGRIVILEYNKEKMYLIKSIK
RLLGSQKLVYVLNRDSTARLTISSPLEAHKSHTIVYSIAGVDCGFDNPIFASIELDYLEADQDSTGQSANEAQKHLTFYE
LDLGLNHVSRKWSEPIDNGANMLVIVPGGGDGPSGILVCAENFVIYKNQGHPDVRAVIPRRADLPAERGVLIVSVATHRH
RATFFVLLQTEYGDVFKCTLEHDNDRVTELKIKYFDTIPVTISMCVLKTGFLFAASEFGNHALYQFRAIGEEADVESSSS
TLMETEEDFQPVFFQPRGLKNLIRIDQVDSLMPIMDMKVANLFEEETPQIFTLCGRGPRSSLRILRPGLAVSEMVVSQLP
GIPIAVWTVKKNINDDATLVLSIGETVEEVSDSGFLDTTPSLAVSLLGDDSLMQVHPKGIRHIREDGRIIQWETPGKRTI
VKVATNRVQVVIALSEGELVYFEMDITGQLMEVEKHEMSGDVACLDIALVPEGRQRSRFLVVGSYDNTICILSLDPDDCM
QVLSLQSVSSPPESLLLLEVQASVGGEDGTDHPASVFLNAGLQNGVLFRTVVDMVTGQLSDTRSRFLGLRAPKLFSAVVR
GRRAMLCLSSRPWLGYIHQGHFLLTPLSYETLEYAASFSSDQCAEGVVAVAGDALRVFTIERLGETFNETVIPLRYTPRK
FVLHPKRKLLIVIESDQGAFTAEEREAARKECLEAAGMEENGNGNIDEMENGPDNEENDPLSDEQYGYPKAEAEKWVSCI
RVFEPRTTTTTCLLELQDNEAAFSVCTVNFSDKEYGTLLAVGTAKSLKFWPKRSFAAGFIHIYRFIEDGKGLQLLHKTQV
EGIPLALCQFQGKLLAGIGSVLRLYDLGKRKLLRKCENKLFPNTIISLHTYRDRIYVGDIQEGCS               
>Acoe_111_00007                                                                 
MYLYSLTLQQATGIVCATNGNFIGGKSQEIVVARGKVLDLLRPDENGKLQTILSVEVFGAIRSLSHFRLTGSQKDYIVVG
SDSGRIVILEYNKEKNVFDQIHQETFGKSGCRRIVPGQYIAVDPKGRAVMIAACEKQKLVYVLNRDSTARLTISSPLEAH
KSHTIVYSIAGVDCGFDNPIFASIELDYLEADQDSTGQSANEAQKHLTFYELDLGLNHVSRKWSEPIDNGANMLVTVPGG
GDGPSGILVCAENFVIYKNQGHPDVRAVIPRRADLPAERGVLIVSAATHRHRATFFFLLQTEYGDVFKCTLEHDNDRVTE
LKIKYFDTIPVTISMCVLKTGFLFAASEFGNHGLYQFRAIGEEADVESSSSTLMETEEGFQPVFFQPRGLKNLIRIDQVD
SLMPIMDMKVANLFEEETPQIFTLCGRGPRSSLRILRPGLAVSEMAVSQLPGIPIAVWTVKKNINDEFDAYIVVSFASAT
LVLSIGETVEEVSDSGFLDTTPSLAVSLLGDDSLMQVHPKGIRHIREDGRIIQWETPGKRTIVKVATNRVQVVIALSGGE
LVYFEMDITGKLMEVEKHEMSGDVACLDIAPVPEGRQRSRFLAVGSYDNTIRILSLDPDDCMQVLSLQSVSSPPESLLLL
EVQASVGGEDGADHPASVFLNAGLQNGVLFRTVVDMVTGQLSDTRSRFLGLRAPKLFSAVVRGRRAMLCLSSRPWLGYIH
QGHFLLTPLSYETLEYAASFSSDQCAEGVVAVAGDALRVFTIERLGETFNETVIPLRYTPRKFVLHPKRKLLIVIESDQG
AFTAEEREAARKECLEAAGMEENGNGNIDEMENGAENEENDPLSDEQYGYPKAEAEKWVSCIRVFEPRTTTTTCLLELQD
NEAAFSVCTVNFSDKEYGTLLAVGTAKSLKFWPKRSFAAGFIHIYRFIEDGKGLQLLHKTQVEGIPLALCQFQGKLLAGI
GSVLRLYDLGKRKLLRKCENKLFPNTIISLHTYRDRIYVGDIQESFHYCKYRRDENQLYIFADDSVPRWLTASYHIDFDT
MAGADKFGNVYFMRLPQDLSDEIEEDPTGGKIKWEQGKLNGAPNKVEEIVQFHVGDVVTCLQKTSLIPGGGECLIYGTVM
GCLGALLAFTSREDVDFFSHLEMHMRQEHPPLCGRDHIAYRSAYFPVKDVIDGDLCEQFPTLPADLQKKIADELDRTPGE
IMKKLEDVRNRIIMYLYSLTLQQATGIVCATNGNFIGGKSQEIVVARGKVLDLLRPDENGKLQTILSVEVFGAIRSLSHF
RLTGSQKDYIVVGSDSGRIVILEYNKEKNVFDQIHQETFGKSGCRRIVPGQYIAVDPKGRAVMIAACEKQKLVYVLNRDS
TARLTISSPLEAHKSHTIVYSIAGVDCGFDNPIFASIELDYLEADQDSTGQSANEAQKHLTFYELDLGLNHVSRKWSEPI
DNGANMLVTVPGGGDGPSGILVCAENFVIYKNQGHPDVRAVIPRRADLPAERGVLIVSAATHRHRATFFFLLQTEYGDVF
KCTLEHDNDRVTELKIKYFDTIPVTISMCVLKTGFLFAASEFGNHGLYQFRAIGEEADVESSSSTLMETEEGFQPVFFQP
RGLKNLIRIDQVDSLMPIMDMKVANLFEEETPQIFTLCGRGPRSSLRILRPGLAVSEMAVSQLPGIPIAVWTVKKNINDE
FDAYIVVSFASATLVLSIGETVEEVSDSGFLDTTPSLAVSLLGDDSLMQVHPKGIRHIREDGRIIQWETPGKRTIVKVAT
NRVQVVIALSGGELVYFEMDITGKLMEVEKHEMSGDVACLDIAPVPEGRQRSRFLAVGSYDNTIRILSLDPDDCMQVLSL
QSVSSPPESLLLLEVQASVGGEDGADHPASVFLNAGLQNGVLFRTVVDMVTGQLSDTRSRFLGLRAPKLFSAVVRGRRAM
LCLSSRPWLGYIHQGHFLLTPLSYETLEYAASFSSDQCAEGVVAVAGDALRVFTIERLGETFNETVIPLRYTPRKFVLHP
KRKLLIVIESDQGAFTAEEREAARKECLEAAGMEENGNGNIDEMENGAENEENDPLSDEQYGYPKAEAEKWVSCIRVFEP
RTTTTTCLLELQDNEAAFSVCTVNFSDKEYGTLLAVGTAKSLKFWPKRSFAAGFIHIYRFIEDGKGLQLLHKTQVEGIPL
ALCQFQGKLLAGIGSVLRLYDLGKRKLLRKCENKLFPNTIISLHTYRDRIYVGDIQESFHYCKYRRDENQLYIFADDSVP
RWLTASYHIDFDTMAGADKFGNVYFMRLPQDLSDEIEEDPTGGKIKWEQGKLNGAPNKVEEIVQFHVGDVVTCLQKTSLI
PGGGECLIYGTVMGCLGALLAFTSREDVDFFSHLEMHMRQEHPPLCGRDHIAYRSAYFPVKVI                 
>Bdis_1g54457                                                                   
MIDDNYMAIDGVDNLGSMKSRIICSWSWEPEAARGRPRLIFCLDNGEYHILEFNWDTEGVKVLPESVHRGLPCKPLLWMN
RGMIAGFVEMGDGMILQLEHGRLVHKSSVQNVGPILDLAIADYHGEKQDQMFSCSGMCPEGSLRVIRNGINVEKLLRTEP
IYQGVTGLWTLRMKRTDMYHSFLVLAFVEETRILSVGLSFNDISDAVGFQPDVCTLACGLIADGVLVQIHSKGVKLCLPT
AYAHPEGAPLTSPVCVDWYPDVTISVGAVGHNIVAVATSNPCCLYILSVRPLSSFQYELYEIQHVQLRYEVSCISIPEED
SRRSPVAVRRAFGRGKRNNLPAKVDVRMFAVIGTHKPSVEVISLEPGEAFMLLSIGSISVNNSFGAPVSGRIPESVRFVA
SERFYILAGLRNGMLLRFESETSEEHYLPDSFYKESSTHSVNTLLQLIAMRHIGITPVGLVPLSDSANSDIILLSDRSWL
LHASRHSLAYSSISFLPASHVTPVSSMDCPSGLLFVAENCLHLVEMVHGKRLNAQKLSIEGTPRKVLYHSDSRTLLVMRT
GLTGASCSSDIVQIDPNNGTLLSRFKCEPGETAKCIQIAKIGNEQVLLVGTSKSTDRPMMPNGEAESSIKGRLIVLSLDT
LGSPRESSSFVPTSNLSSSSHTGSFPEIVGYATEEFSSNSMCSSPDDVCYNQIQHEQMAGHMRSLTHVTFAGAVLAVYPY
LDRYVVAAAGNALCVFGFVNENPHRMKKYAISRTRFTITCLKTYASRIAAGDCRDGVLFYSYHENLRKLELIYADPAQRL
VGDVALLNCETAVVSDRRGSISVLSCPRLEVSESPEKNLAVRCSFFMGEIAMSIQKAAFKYRLPIDDETDPVLESAYNCV
VASTLLGSVFVMIPLTSEEHHLLQDVQERLSLHPLTAPILGNDHAEFRRRGIPLGIPPILDGDMLVQFLELTGEQQQAVL
NDMPSEKGPHRSISVFQVMRTLERLHYALN*MIDDNYMAIDGVDNLGSMKSRIICSWSWEPEAARGRPRLIFCLDNGEYH
ILEFNWDTEGVKVLPESVHRGLPCKPLLWMNRGMIAGFVEMGDGMILQLEHGRLVHKSSVQNVGPILDLAIADYHGEKQD
QMFSCSGMCPEGSLRVIRNGINVEKLLRTEPIYQGVTGLWTLRMKRTDMYHSFLVLAFVEETRILSVGLSFNDISDAVGF
QPDVCTLACGLIADGVLVQIHSKGVKLCLPTAYAHPEGAPLTSPVCVDWYPDVTISVGAVGHNIVAVATSNPCCLYILSV
RPLSSFQYELYEIQHVQLRYEVSCISIPEEDSRRSPVAVRRAFGRGKRNNLPAKVDVRMFAVIGTHKPSVEVISLEPGEA
FMLLSIGSISVNNSFGAPVSGRIPESVRFVASERFYILAGLRNGMLLRFESETSEEHYLPDSFYKESSTHSVNTLLQLIA



MRHIGITPVGLVPLSDSANSDIILLSDRSWLLHASRHSLAYSSISFLPASHVTPVSSMDCPSGLLFVAENCLHLVEMVHG
KRLNAQKLSIEGTPRKVLYHSDSRTLLVMRTGLTGASCSSDIVQIDPNNGTLLSRFKCEPGETAKCIQIAKIGNEQVLLV
GTSKSTDRPMMPNGEAESSIKGRLIVLSLDTLGSPRESSSFVPTSNLSSSSHTGSFPEIVGYATEEFSSNSMCSSPDDVC
YNQIQHEQMAGHMRSLTHVTFAGAVLAVYPYLDRYVVAAAGNALCVFGFVNENPHRMKKYAISRTRFTITCLKTYASRIA
AGDCRDGVLFYSYHENLRKLELIYADPAQRLVGDVALLNCETAVVSDRRGSISVLSCPRLEVSESPEKNLAVRCSFFMGE
IAMSIQKVSFCCLGLSQFYFITR*                                                        
>Bdis_2g14440                                                                   
MSTWNYVVTAHKPTSVSHSCVGNFTSNTQLNLIVAKCTRIEIHLLTPQGIQPLLDVPIYGRIATIELFRPPTEAQDFLFI
ATERYKFCVLQWDAEKSELITRSVGDVSDRIGRPTDNGQIGIIDPDCRLIGLHLYDGLFKVIPFDNKGQLKEAFNIRLEE
LQVLDIKFLYGCLRPTIVVLYQDNKDARHVKTYEVALKDKDFVEGPWSQNNLDNGAGLLIPVPAPLGGVIIIGEETIVYC
NANSTFKAIPIKQSIIRAYGRVDPDGSRYLLGDNTGILHLLVLTQERERVTGLKIEHLGETSVASSISYLDNGVVYVGSR
FGDSQLVKLNLQADATGSFVEVLERYVNLGPIVDFCVVDLDRQGQGQVVTCSGAFKDGSIRVVRNGIGINEQASVELQGI
KGLWSLKSSFNDPYDTFLVVSFISETRFLAMNMEDELEETEIEGFDAQIQTLFCQNAISDLLIQVTANSVRLVSCASREL
VDHWNAPDGFSVNVASANASQVLLATGGGHLVYLEIRDAKLVEVKHAQLEHEISCVDLNPIGENPQYSSLAAIGMWTDIS
VSLLSLPDLELIRKENLGGEIVPRSVLLCTLEGVSYLLCALGDGHLFSFLLNVSTGELTDKKKVSLGTQPISLRTFSSKG
TTHVFASSDRPTVIYSSNKKLLYSNVNLKEVNHMCPFNTAAFPDSLAIAKEGELSIGTIDDIQKLHIRTIPLNEQARRIC
HQEQSRTLAFCSFKYNPNSMEESEAHFIRLLDHQTFEFLSTHPLDQYECGCSMISCSFSDDNNFYYCVGTAYVLPEENEP
TKGRILVFAVEDGRLQLIVEKETKGAVYSLNAFNGKLLAAINQKIQLYKWMTREDGSHELQSECGHHGHILALFTQTRGD
FIVVGDLMKSISLLVYKHEESAIEELARDYNANWMTAVEMIDDDIYVGAENSYNLFTVRKNSDAATDEERGRLEVVGEYH
LGEFVNRFRHGSLVMRLPDTEMGQIPTVIFGTINGVIGIIASLPHDQYVFLEKLQSILGKFIKGVGSLSHDQWRSFHNEK
KTAEARNFLDGDLIESFLDLNRSKMEEVSKGMGVSVENLSKRVEELTRLH*                             
>Bdis_2g32190                                                                   
MIDRSSVLICSGTNMIVFQRGNVTVWRFICLPLRAFRSGGDVSDFIGCPTDNGQIGVIDPQNRLIGLSLYDGLFKDNKDS
RHVKTYEVALEDKDFVEGSWSQSNLDNSAHLLIPVPLGGVIIIGEHTIVYCSATTFKALSIKQSIIRAVGRVDPDGSRYL
YGDNTGALHLILIKLNIQADASASFVEILEQFMNTGPIVYFCVVDTERRGQGQVITCSGAYKDGSIRAVHNGVVITDQAS
VELRGMKGLWSMKSSLNDPYDTFLVVTFINETHFFAMNMENELEEVDIKGFDSETQTLACGSAIHNQLIQVTSRSVRLVS
SVSLELLDQWFAPARFSVNVAAANTNQVLLATGNCHLVYLQITSSKIVPLKHIQLEHEISCLDINPIGENPQYSSLAAVG
MWTDISVRIFSLPGLKLIRKEHLGEVVPRSILLCTIEAKVCAPKVYGGLGIPDLARHGRAFRVRWLFSAWGGIDKELFCH
FAKDKRFPALYNHSRARGKCVKAALNEHCWIRNIKCQPTHEVLLQFINLWNIIQSVSLSDVPDSISWKLETSGSIVLAKE
SELSIGEINDIRQLHIHTIPLKEQARRICHQEQSRTLALCSFKPKYIHAESGKHFVRLLDYQTFWVLSTHTLDEFECGCS
IHIFYPMKLNPRSWRHGAISILADVQDNCCNLFTLHSGHPGVVGEYHLGDLVNRMHHGSLVTHHTDSEIGQIPTVIFGTI
NGAIGVIASLPYDHMFLEKLQSVLVKFIKSVGNLSHVEWRSFYNVRRTAEAWNFVDGDLIESFLSLSPSKMEEVSQVMGL
RADELCKIVEELTKLH*                                                               
>Bdis_2g42050                                                                   
MRAWNYVVTAHKPTAVSHSCVGNFTAPHHLNLIVAKCNRMEIYLLTPQGLQLMVDVPLYGTIATLELFRSRSETQDFLFI
SMERYRCIVLHWDGRNSELITRSGGDVSDFIGRPTDNGQIGVIDPQNRLIGLSLYDGLFKVIPFDNKGNLKEALNIRLQE
FLVLDIKFLYGCARPTVVVLHQDNKDSRHVKTYEVALEDKDFVEGSWSQSNLDNSAHLLIPVPLGGVIIIGEHTIVYCSA
TTFKALSIKQSIIRAVGRVDPDGSRYLYGDNTGALHLIVITHEWGRVTDLKTHYMGETSIASTISYLDSGLVYIGSRFGD
SQLIKLNIQADASASFVEILEQFMNTGPIVDFCVVDTERRGQGQVITCSGAYKDGSIRAVRNGVVITDQASVELRGMKGL
WSMKSSLNDPYDTFLVVTFINETHFLAMNMENELEEVDIKGFDSETQTLACGSAIHNQLIQVTSRSVRLVSSVSLELLDQ
WFAPARFSVNVAAANANQVLLATGNCHLVYLEITSSKIVPVKHIQLEHEISCLDINPIGENPQYSSLAAVGMWTDISVRI
FSLPGLKLIRKEHLGEVVPRSVLLCTIEAVSYLFCGLGDGHLFSFVLNSSTCELSDRRRVSLGAQPISLHIFSSQNRTHV
FAASDRPAVIYSSDQKLLYSYANLKEVNHVCPFNTAVFPESIVLAKESELSIGEINDIRQLHIRTIPLKEQARRICHQEQ
SQTLALCSFKPKFIHAESGKHFVRLLDYQTFWVLSTHTLDEFECGCSIVSCSFSDDDNFYYCVGTAYILPYEIEPTKGRI
LIFLVEERKLRLVAERETKGAVYSLNALTGKLLAAVNQKIIVYKWVRRDNRHQLQSECSYRGCVLALHTQTHGHFIVVGD
MVRSVSLLRYKYEEGLIEVVTRDFNTKWITAVAMLDDDIYIGADNCCNLFTLHSGRPGVVGEYHLGDLVNRMHHGSLVMH
HTDSEIGQIPTVIFGTISGAIGVIASFPYDQYVFLEKLQSVLVKFIKSVGNLSHVEWRSFYNVSRTAEARNFVDGDLIES
FLSLSPSKMEEVSQVMGLRADELCKIVEELRKLH*                                             
>Bdis_3g03317                                                                   
MYLYSLTLQRATGAVCAVIGSFSGRDTKKSGAAGSSTQEIAVARGGTLDLLRPDPETGRLRTLLSVDVFGAIRSLAQFRL
TGATKDYLVVGSDSGRLVILEYSPDRNRFDKVHQETFGKSGCRRIVPGQLLTVDPKGRALCIAALEKQKLVYVLNRDASA
RLTISSPLEAHKSHTLTFALTALDCGFDNPVFGAIELEYGDSDRDPTGQAASHAQKLLTFYELDLGLNHVSRKVSEPIDN
GANLLVTVPGGGDGPSGLLVCCDNFVLYRNQGHPEVRAVIPRRVDLPAERGVLIVAAATHRQKSLFFFLLQTEYGDIFKV
DLEHNGDSVSELRIKYFDTIPVASAICVLRSGFLFAASEFGNHALYQFRDIGRDVDVESSSATLMETEEGFQPVFFQPRA
LKNLVRIDEIESLMPIMDMRIANLFDEETPQVYTACGRGSRSTMRILRPGLAISEMARSMLPAEPIAVWTVKKNINDMFD
AYIVVSFANVTLVLSIGETIEEVSDSQFLDTTHSLAVSLLGEDSLMQVHPNGIRHIREDGRVNEWRTPGKKTITKVGSNR
LQVVIALSGGELIYFEMDMTGQLMEVEKQDMSGDVACLAIAPVPEGRQRSRFLAVGSYDNTIRILSLDPDDCLQPLSVQS
VSSAPESLLFLEVQASVGGEDGADYPANLFLNAGLQNGVLFRTNVDMVTGQLSDTRSRFLGLRPPKLFPCIVSHRQAMLC
LSSRPWLGYIHQGHFLLTPLSCDTLESAASFSSDQCSEGVVAVAGDALRIFTIERLGETFNETAIPLRYTPRKFVILPKK
KYLAVIESDKGAFSAEQREAAKRECLEASGAVENGNGNGDQMENGDGQEDGAEESNTLPDEQYGYPKAESEKWVSCIRIL
DPRSRDTTCLLELQDNEAAVSICTVNFHDKEHGTLLAVGTTKGLQFWPKRSLASGFIHIYKFVDEGKSLELLHKTQVEEV
PLSLCQFQGRLLAGVGSVLRLYDLGKRKLLRKCENKLFPRTIVSIHTYRDRIYVGDMQESFHYCKYRRDENQLYIFADDS



VPRWLTAANHIDFDTMAGADKFGNIYFARLPQDLSDEIEEDPTGGKIKWEQGKLNGAPNKVEEIVQFHVGDVVTCLQKAS
LIPGGGECLIYGTVMGSVGALLAFTSREDVDFFSHLEMHLRQEHPPLCGRDHMAYRSAYFPVKDVIDGDLCEQYPSLPAD
MQRKIADELDRTPGEILKKLEDIRNKII*                                                   
>Bdis_5g04673                                                                   
MSYAAYKMMHWPTGIDHCAAGFITHCPSDAAAFCSAAAASGPEGDVGLVAAARHPKRLGPTPNLVVAAANVLEVYAVRAD
AAAADGAGGAQPSSSSGAVFDGISGARLELVCHYRLHGNIESMAILSDGAENRRDSIALAFRDAKITCLEFDDAIHGLRT
SSMHCFEGPEWQHLKRGRESFAWGPVIKSDPLGRCGAALVYGLQMIILKSAQVGQSLVGEDEPTRALSSAAVRIESSYLI
DLRALDTNHVKDFTFVHGYIEPVLVILHEREPTWAGRISSKHHTCMISAFSISMTLKQHPMIWSAANIPHDAYQILSVPP
PISGVLVICANSIHYHSQSTSCSLALNNFASQPDGSPEIHKVNFHVELDAAKATWLSNDIVMFSAKTGEMLLLTVVYDGR
TVQKLDLMKSKASVISSGVTTIGSSFFFLGSRVGDSLLVQFSCGVPTSVIPDIADERSADIEGDLPFSKRLKRVPSDILQ
DVTSVEELSFQNNMLPNSLESAQKISYVVRDALVNVGPLKDFSYGLRVNADPNATGNAKQSNYELVCCSGHGKNGALSVL
QQSIRPDLITEVELPSCRGIWTVYYKSSRGHTTEDNEYHAYLIISLESRTMVLETGDDLGEVTETVDYYVQGATITAGNL
FGRRRVIQVYATGARVLDGSFMTQELNFTALSSESSSSGSEPLGVASASIADPYVLLKMVDGTIQLLVGDHSTCALSINA
PSTLTSRGERISACTLYHDRGPEPWLRKTRGDAWLSSGVTVAVDVSGSSSQDQSDIYCIICYESGKLEIFEVPSFRQVFS
VGSFFSGESLLVDAFAQGFTEDSAEGRQDETKVSLKKEVANNIRIVELAMHRWSGQFSRPFLFGLLNDGTLLCYQAYCYE
GLESNIKGTSLSPDGSVDLGNASDSRLKNLRFHRVSVDITSREDISSLARPRITIFNNVGGYEGLFLSGTRPVWVMVCRQ
RFRVHPQLCDGPIEAFTVLHNVNCSHGLIYVTSQGFLKICQLPSAYNYDNYWPVQKIPLHGTPHQVTYYAEQSLYPLIVS
VPVVRPLNQVLSIMADQEMIHHMDNDASSADDLQKTYTVEEFEVRVLELEKPGGRWETRSTIPMQSFENALTVRIVTLHN
TTTKENETLMAIGTAYVQGEDVAARGRVLLFSFTKSENSQNLVTEVYSKESKGAVSAVASLQGHLVIASGPKITLNKWNG
SELTAVAFYDAPLHVVSLNIVKNFVLFGDIHKSVYFLSWKEQGSQLTLLAKDFGSLDCFATEFLIDGSTLSLVVSDSDKN
LQIFYYAPKMVESWKGQKLLSRAELHVGAHMTKFLRLQMLPAQGLASEKTNRFALLFGTLDGSIGCIAPVDELTFRRLQS
LQRKLVDAVSHVCGLNPRSFRQFKSNGKAHRPGPDNIIDFELLTYYEILSLEEQLDMAQQIGTTRAQILSNFSDISLGTS
FL*                                                                             
>Sbic_02g006010                                                                 
MKTTDAYHSFLVLSFVEETRILSVGLSFNDISDAVGFQPDVCTLACGLVADGLLVQIYSKGVKVCLPTVYAHPEGAPLTS
PICTDWYPAITISVGAVGHNIVVVATSNPCCLYVLGVRSSTSYRYELYATHHVQLQYEVSCISIPQEDWRHDNVALSCGE
GDDICNNSPPKANVRKFAVIGTHRPSVELISLEPGEALRVLTIGTISVNNAFGAPMSGCIPENVRFVAAERFYILAGLRN
GMLLRFESEASDYLPGFFYKDSSIPSINTFLQLISIRRIGITPVLLVPIHDSANADIIVLSDRPWLLHAARHSLAYSSIS
FLSASHVTPVSSVDCPNGLLFVAESCLHLVELVHGKRLNAQKFSIGGTPRKVLYHNESRTLLVLRTGLSGASSSSDIVQV
DPQNGVLLSRYKCEPGETAKCMQIAKIGNDQVLIVGTNKSAGRPMMSNGEAESSIKGRLIVLSLEAVESPRESSSFIPAS
SFNPSSSHSGSPFHEIVGYTTEEFSSNSLCSSPDEFCCNQIQAEMAGQLRSLTHAILNGAVLAVCPYLDRYVLAAAGNTI
YVFGFTNENPHRMKKCAVGRTRFTITCLKTFASRIAVGDCRDGVLFYSYNESHRKLELIYSDPAHRLVGDIALLNCETAV
VSDRRGSISVLSCTRLEVSESPQKNLAVNCSFYMGETAMSIQKAAFRYRLPFDDDTDPVLETVYDCIVASTMLGSLFVMI
PLTSEEHQLLQDVQERLSVHPLTAPVLGNDHAEFRQRGTPSVAPPILDGDMLVQFLELTGEQQQAILAHTLPGKGPQKSL
SVFEVLRTLERVHYALN*MKTTDAYHSFLVLSFVEETRILSVGLSFNDISDAVGFQPDVCTLACGLVADGLLVQIYSKGV
KVCLPTVYAHPEGAPLTSPICTDWYPAITISVGAVGHNIVVVATSNPCCLYVLGVRSSTSYRYELYATHHVQLQYEVSCI
SIPQEDWRHDNVALSCGEGDDICNNSPPKANVRKFAVIGTHRPSVELISLEPGEALRVLTIGTISVNNAFGAPMSGCIPE
NVRFVAAERFYILAGLRNGMLLRFESEASDYLPGFFYKDSSIPSINTFLQLISIRRIGITPVLLVPIHDSANADIIVLSD
RPWLLHAARHSLAYSSISFLSASHVTPVSSVDCPNGLLFVAESCLHLVELVHGKRLNAQKFSIGGTPRKVLYHNESRTLL
VLRTGLSGASSSSDIVQVDPQNGVLLSRYKCEPGETAKCMQIAKIGNDQVLIVGTNKSAGRPMMSNGEAESIKGRLIVLS
LEAVESPRESSSFIPASSFNPSSSHSGSPFHEIVGYTTEEFSSNSLCSSPDEFCCNQIQAEMAGQLRSLTHAILNGAVLA
VCPYLDRYVLAAAGNTIYVFGFTNENPHRMKKCAVGRTRFTITCLKTFASRIAVGDCRDGVLFYSYNESHRKLELIYSDP
AHRLVGDIALLNCETAVVSDRRGSISVLSCTRLEVSESPQKNLAVNCSFYMGETAMSIQKAAFRYRLPFDDDTDPVLETV
YDCIVASTMLGSLFVMIPLTSEEHQLLQDVQERLSVHPLTAPVLGNDHAEFRQRGTPSVAPPILDGDMLVQFLELTGEQQ
QAILAHTLPGKGPQKSLSVFEVLRTLERVHYALN*                                             
>Sbic_02g006020                                                                 
MKPSSTAGDAASASTAEAAAAASSSSSGPSTSASTSTADATHYIAKRVLRGSAVLHVAEGCFRSPDSADVVLAKETSLEL
VAVGDDGVLQSICEQDMFGIIKDIGVLQWHSRHVGLIPQIEHKDLLVVLSDSGKLSLLYFCSEMHRFFAIANIELSKPGN
LRHHLGRILAIDRESNFVAVSSYEDKFALIHVSVSQSGSGRGIISEKKYFYPPENEEDSRIISSSRTSIRGTIWTMRFIS
IPQDEEYYPVLAMIINRKGSDVNDLSLFGYDTSSCVVDHISSYSEIGPLALDISEIPEMFGFALLLRVGDALLWI*    
>Sbic_04g003000                                                                 
MYLYSLTLQRATGAVCAVIGSFSGRDSKKSAASGSGSGSTQEIAVARGSTLDLLRPDPETGRLRTLLSVDVFGAIRSLAQ
FRLTGANKDYLVVGSDSGRLVILEYSPDRNRLDKVHQETFGKSGCRRIVPGQLLAVDPKGRALCIAALEKQKLVYVLNRD
AAARLTISSPLEAHKSNTLTFALAALDCGFDNPVFAAIELEYAESDRDPTGQAANQAQKLLTFYELDLGLNHVSRKVSEP
IDNGANLLVTVPGGGDGPSGVLVCCDNFVLYRNQGHPEIRAVIPRRADLPAERGVLIVAAATHKQKSMFFFLLQTEYGDI
FKVDLDHNGDTVSELRIKYFDTIPVTSAVCVLRSGFLFAASEFGNHALYQFRDIGRDADVESSSATLMETEEGFQPVFFQ
PRALKNLMRIDEIESLMPVMDMRVANLFDEETPQLFTACGRGPRSTLRILRPGLAISEMARSMLPAEPIAVWTVKKNIND
MFDAYIVVSFTNVTLVLSIGETIEEVSDSQFLDTTHSLAVTLLGEDSLMQVHPNGIRHIREDGRVNEWRTPGKKTITKVG
SNRLQVVIALSGGELIYFEMDMTGQLMEVEKQDMSGDVACLAIAPVPEGRQRSRFLAVGSYDNTIRILSLDPDDCLQPLS
VQSVSSAPESLLFLEVQASIGGEDGADYPANLFLNAGLQNGVLFRTNVDMVTGQLSDTRSRFLGLRPPKLFPCVVSHRQA
MLCLSSRPWLGYIHQGHFLLTPLSCDTLESASSFSSDQCSEGVVAVAGDALRIFTIERLGETFNETAIPLRYTPRKFVIL
PKKKYIAVIESDKGAFSAEEREAAKKECLEASGAAENGNANNGDPMENGDGQEDGAEEGNTFPDEQYGYPKAESERWVSC



IRILDPRSRDTTCLLELQENEAAVSICTVNFHDKEHGTLLAVGTAKGLQFWPRRTLAGGFIHIYKFVDEGRSLELLHKTQ
VEEVPLALCQFQGRLLAGVGSVLRLYDLGKRKLLRKCENKLFPRTIVSIHTYRDRIYVGDMQESFHYCKYRRDENQLYIF
ADDSVPRWLTAAQHIDFDTMAGADKFGNIYFARLPQDISDEIEEDPTGGKIKWEQGKLNGAPNKVEEIVQFHVGDVVTCL
QKASLIPGGGECLIYGTVMGSVGALLAFTSREDVDFFSHLEMHLRQEHPPLCGRDHMAYRSAYFPVKDVIDGDLCEQYPS
LPADMQRKIADELDRTPGEILKKLEDIRNKII*                                               
>Sbic_09g030580                                                                 
MSVWNYVVTAHKPTSVSHSCVGNFTSPNQLNLIIAKCTRIEIHLLTPQGLQPMLDVPIYGRIATIELFRPHNETQDFLFI
ATERYKFCVLQWDAEKSELITRAMGDVSDRIGRPTDNGQIGIIDPDCRLIGLHLYDGLFKVIPFDNKGQLKEAFNIRLEE
LQVLDIKFLHGCVKPTIVVLYQDNKDVRHVKTYEVALKDKDFVEGPWSQNNVDNGAGLLIPVPAPLGGVIIIGEEQIVYC
NANSTFKAIPIKQSIIRAYGRVDPDGSRYLLGDNTGILHLLVLTHERERVTGLKIEYLGETSIASSISYLDNGVVYVGSR
FGDSQLVKLNLQADASGSFVEILERYVNLGPIVDFCVVDLDRQGQGQVVTCSGAFKDGSLRVVRNGIGINEQASVELQGI
KGLWSLKSSFNDPYDMYLVVSFISETRFLAMNMEDELEETEIEGFDAQTQTLFCQNATNDLLIQVTANSVRLVSCTSREL
VDQWNAPAGFSVNVASANASQVLLATGGGHLVYLEIRDSKLVEVKHAQLEHEISCLDLNPIGENPQYSSLAAVGMWTDIS
VRIFSLPDLELIRKENLGGEIVPRSVLLCTLEGVSYLLCALGDGNLFSFLLNASTGELTDRKKVTLGTQPISLRTFSSKG
TTHVFASSDRPTVIYSSNKKLLYSNVNLKEVNHMCPFNTAAFPDSLAIAKEGELSIGTIDDIQKLHIRTIPLNEQARRIC
HQEQSKTLAFCSFKYNQSVEESETHLIRLLDHQTFESLCVYPLDQYEFGCSIISCSFADDNNVYYCVGTAYVIPEENEPT
KGRILVFAVEDGSLQLIVEKETKGAVYSLNAFNGKLLAAINQKIQLYKWMSREDGSHELQSECGHHGHILALYTQTRGDF
IVVGDLMKSISLLVYKVVPLTVCLTHIVLSVIFFVSLFVVLESAIEERARDYNANWMTAVEMLDDEVYVGAENGYNLFTV
RKNSDAATDDERARLEVVGEYHLGEFVNRFRHGSLVMRLPDSEIGQIPTVIFGTINGVIGIIASLPHDQYVFLEKLQSTL
VKYIKGVGNLSHEQWRSFHNDKKTAEARNFLDGDLIESFLDLSRSKMEEVSKAMGVPVEELSKRVDTILDKENFTLEELL
DEDEIIQECKALNTRLINFLRDKAQVQQLLRYIVEEVPEESEKKQSFKFPFIACEIFTCEIDIILRTLVEDVELMDLLFS
FVKPDHPHSTLLAGYFSKVVICLMLRKTASLMNYVQEHPNIVVQLVDLIGITSIMEVLMRLIGADETIYSNFADTLHWLE
NTDVLEMIVDKFSSSDSPEVHANAAEILSAVTRCAPPALAAKICSPRYYYVHSSLLVPGISFVGRLFRHALEESRPKSVL
IVEFISVLLTIGSEVAEKELINQSVIKHCIDLFFLYPYNNFLHHHVENIIVSCLEVKRNQLTDHILNDCGLVVKVLAAEK
SPSLPVDSNGPTLPSEGKQPPRIGNIGHITRIANKLIQLGNSNSMIQSHLQENSEWAVWQTDVLVKRNEVENVYHWACGR
PTSLHDRGRDSDDDDFRDRDYDVAALANNLSQAFRYGIYSNDDIEEAQGSHERDDEDVYFDDESAEVVISSLRLGDDQDS
SSLFTNSNWFTFDGDRGINDRLAASVPSSSPNSEEISLNTEETDEVLTGETTGTESLLESASLENGPVEEAKELAEVAND
SDATTVSEKILCTEEHSASHEPETSERPVDAQEGQTGGVAEATSTEGATNEPFSSSEPGNLPESGDTDCHTANSSEPNEI
AHESGSPAEVDDEKKSEIATTNE*                                                        
>Osat_LOC_Os02g04480                                                            
METDEGFQPVFFQPRALKNLYRIDEIESLMPIMDMRVANLFDEETPQVFTACGRGPRSTLRILRPGLAISEMARSMLPAE
PIAVWTVKKNINDMFDAYIVVSFANVTLVLSIGETIEEVSDSQFLDTTHSLAVSLLGEDSLMQVHPNGIRHIREDGRVNE
WRTPGKKTITKVGSNRLQVVIALSGGELIYFEMDMTGQLMEVEKQDMSGDVACLAIAPVPEGRQRSRFLAVGSFDNTIRI
LSVDPDDCLQPLSVQSVSSAPESLMFLEVQASVGGEDGADHPANLFLNAGLQNGVLFRTNVDMVTGQLSDTRSRFLGLRP
PKLFPCIVSHRQAMLCLSSRPWLGYIHQGHFLLTPLSCDTLESAASFSSDQCSEGVVAVAGDALRIFTIEHLGETFNETA
IPLRYTPRKFVILPKKKYLAVIESDKGALSAEEREAAKKECLEAAGVTENGNANNGDQMENGDGQEDGAEDRNTLPDEQY
GYPKAESERWVSCIRILDPKSRDTTCLLELQDNEAAVSICTVNFHDKEHGTLLAVGTAKGLQFWPKRNLSAGFIHIYKFV
DEGRSLELLHKTQVEEVPLALCQFQGRLLAGVGSVLRLYDLGKRKLLRKCENKLFPRTIVSIHTYRDRIYVGDMQESFHY
CKYRRDENQLYIFADDSVPRWLTAANHIDFDTMAGADKFGNIYFARLPQDLSDEIEEDPTGGKIKWEQGKLNGAPNKVEE
IVQFHVGDVVTCLQKASLIPGGGECLIYGTVMGSVGALLAFTSREDVDFFSHLEMHLRQEHPPLCGRDHMAYRSAYFPVK
DVIDGDLCEQFPSLPADMQRKIADELDRTPGEILKKLEDIRNKII*                                  
>Osat_LOC_Os04g18010                                                            
MGNAKQSNYELVCCSGHGKNGSLSVLQQSIRPDLITEVELPSCRGIWTVYYKSYRGQMAEDNEYHAYLIISLENRTMVLE
TGDDLGEVTETVDYFVQASTIAAGNLFGRRRVIQVYGKGARVLDGSFMTQELNFTTHASESSSSEALGVACASIADPYVL
LKMVDGSVQLLIGDYCTCTLSVNAPSIFISSSERIAACTLYRDRGPEPWLTKTRSDAWLSTGIAEAIDGNGTSSHDQSDI
YCIICYESGKLEIFEVPSFRCVFSVENFISGEALLVDKFSQLIYEDSTKERYDCTKASLKKEAGDSIRIVELAMHRWSGQ
FSRPFLFGLLNDGTLLCYHAFSYEASESNVKRVPLSPQGSADHHNASDSRLRNLRFHRVSIDITSREDIPTLGRPRITTF
NNVGGYEGLFLSGTRPAWVMVCRQRLRVHPQLCDGPIEAFTVLHNVNCSHGFIYVTSQGFLKICQLPSAYNYDSYWPVQK
VPLHGTPHQVTYYAEQSLYPLIVSVPFVP*MWCCTCLWTSDDYSKSCPGYIEPVLVILHEQEPTWAGRILSKHHTCMISA
FSISMTLKQHPVIWSAANLPHDAYQLLAVPPPISGVLVICANSIHYHSQSTSCSLDLNNFSSHPDGSPEISKSNFQVELD
AAKATWLSNDIVMFSTKAGEMLLLTVVYDGRVVQRLDLMKSKASVLSSAVTSIGNSFFFLGSRLGDSLLVQFSYCASKSV
LQDLTNERSADIEGDLPFSKRLKRIPSDVLQDVTSVEELSFQNIIAPNSLESAQKISYIVRDALINVGPLKDFSYGLRAN
ADPNAMGNAKQSNYELVCCSGHGKNGSLSVLQQSIRPDLITEVELPSCRGIWTVYYKSYRGQMAEDNEYHAYLIISLENR
TMVKPFFFLFYCLMYAPSHGYGDAYSHWLW*MWCCTCLWTSDDYSKSCPGYIEPVLVILHEQEPTWAGRILSKHHTCMIS
AFSISMTLKQHPVIWSAANLPHDAYQLLAVPPPISGVLVICANSIHYHSQSTSCSLDLNNFSSHPDGSPEISKSNFQVEL
DAAKATWLSNDIVMFSTKAGEMLLLTVVYDGRVVQRLDLMKSKASVLSSAVTSIGNSFFFLGSRLGDSLLVQFSYCASKS
VLQDLTNERSADIEGDLPFSKRLKRIPSDVLQDVTSVEELSFQNIIAPNSLESAQV*                       
>Osat_LOC_Os05g51480                                                            
MSVWNYVVTAHKPTSVTHSCVGNFTGPNQLNLIVAKCTRIEIHLLTPQGLQPMIDVPIYGRIATLELFRPHNETQDFLFI
ATERYKFCVLQWDGEKSELLTRAMGDVSDRIGRPTDNGQIGIIDPDCRLIGLHLYDGLFKVIPFDNKGQLKEAFNIRLEE
LQVLDIKFLYGCVKPTIVVLYQDNKDARHVKTYEVALKDKDFVEGPWSQNNLDNGAGLLIPVPAPLGGVIIIGEETIVYC
NANSTFRAIPIKQSIIRAYGRVDPDGSRYLLGDNAGILHLLVLTHERERVTGLKIEYLGETSIASSISYLDNGVVYVGSR



FGDSQLVKLNLQADPNGSYVEVLERYVNLGPIVDFCVVDLDRQGQGQVVTCSGAFKDGSLRVVRNGIGINEQASVELQGI
KGLWSLKSSFNDPYDMYLVVSFISETRFLAMNMEDELEETEIEGFDAQTQTLFCQNAINDLLIQVTANSVRLVSCTSREL
VDQWNAPEGFSVNVASANASQVLLATGGGHLVYLEIKDSKLVEVKHIQLEHEISCVDLNPIGENPQYSSLAAVGMWTDIS
VRILSLPDLELIRKENLGGEIVPRSVLLCTLEGVSYLLCALGDGHLFSFLLNASTGELTDRKKVSLGTQPISLRTFSSKG
TTHVFASSDRPTVIYSSNKKLLYSNVNLKEVNHMCPFNTAAIPDSLAIAKEGELSIGTIDDIQKLHIRTIPLNEQARRIC
HQEQSRTLAFCSFKHNQTSIEESETHFVRLLDHQTFEFLSIYQLDQYEHGCSIISCSFSDDNNVYYCVGTAYVLPEENEP
SKGRILVFAVEDGRLQLIVEKETKGAVYSLNAFNGKLLAAINQKIQLYKWMLREDGSHELQSECGHHGHILALYTQTRGD
FIVVGDLMKSISLLVYKHEESAIEELARDYNANWMSAVEMLDDEIYIGAENNYNIFTVRKNSDAATDEERGRLEVVGEYH
LGEFVNRLRHGSLVMRLPDSEMGQIPTVIFGTINGVIGIIASLPHEQYVFLEKLQSTLVKFIKGVGNLSHEQWRSFHNDK
KTSEARNFLDGDLIESFLDLSRNKMEEVAKGMGVPVEELSKRVEELTRLH*MWDGEKSELLTRAMGDVSDRIGRPTDNGQ
IGIIDPDCRLIGLHLYDGLFKVIPFDNKGQLKEAFNIRLEELQVLDIKFLYGCVKPTIVVLYQDNKDARHVKTYEVALKD
KDFVEGPWSQNNLDNGAGLLIPVPAPLGGVIIIGEETIVYCNANSTFRAIPIKQSIIRAYGRVDPDGSRYLLGDNAGILH
LLVLTHERERVTGLKIEYLGETSIASSISYLDNGVVYVGSRFGDSQLVKLNLQADPNGSYVEVLERYVNLGPIVDFCVVD
LDRQGQGQVVTCSGAFKDGSLRVVRNGIGINEQASVELQGIKGLWSLKSSFNDPYDMYLVVSFISETRFLAMNMEDELEE
TEIEGFDAQTQTLFCQNAINDLLIQVTANSVRLVSCTSRELVDQWNAPEGFSVNVASANASQVLLATGGGHLVYLEIKDS
KLVEVKHIQLEHEISCVDLNPIGENPQYSSLAAVGMWTDISVRILSLPDLELIRKENLGGEIVPRSVLLCTLEGVSYLLC
ALGDGHLFSFLLNASTGELTDRKKVSLGTQPISLRTFSSKGTTHVFASSDRPTVIYSSNKKLLYSNVNLKEVNHMCPFNT
AAIPDSLAIAKEGELSIGTIDDIQKLHIRTIPLNEQARRICHQEQSRTLAFCSFKHNQTSIEESETHFVRLLDHQTFEFL
SIYQLDQYEHGCSIISCSFSDDNNVYYCVGTAYVLPEENEPSKGRILVFAVEDGRLQLIVEKETKGAVYSLNAFNGKLLA
AINQKIQLYKWMLREDGSHELQSECGHHGHILALYTQTRGDFIVVGDLMKSISLLVYKHEESAIEELARDYNANWMSAVE
MLDDEIYIGAENNYNIFTVRKNSDAATDEERGRLEVVGEYHLGEFVNRLRHGSLVMRLPDSEMGQIPTVIFGTINGVIGI
IASLPHEQYVFLEKLQSTLVKFIKGVGNLSHEQWRSFHNDKKTSEARNFLDGDLIESFLDLSRNKMEEVAKGMGVPVEEL
SKRVEELTRLH*                                                                    
>Osat_LOC_Os07g10390                                                            
MQGHPRLIFCLDDGEFHLLEFSLDMEGVKVLPECVHRGLPCKPLLWMDKGMVVGFVEMGDGMILQLENNRLVHKSAIQNV
APILDLAIADHHGEKQDQMFACCGMCPEGSLRVIRNGVNVEKLLRTDPIYHGVTGLWTLRMKRTDAYHSFLVLSFVEETR
ILSVGLSFNDICDAVGFQTDVCTLACGLVADGLLVQIHSKCVKLCLPTACAHPEGTLLPSPVCADWYPDVTISVGAVGHN
VVVVATSNPCCLYILGVRSLSSFQYELYEIQHVQLHYEVSCISIPQEDWRLDNSSSSCATSGDFRKDFAANIRKFAVIGT
HEPSVHIISLEPGEAFQQLAVGHISVNNALGTPISGCIPENVRFVAAARFYILAGLRNGMLLRFESQTSKGHCFPGSFYK
ESSTPCDDTSLMLIAVRRIGITPVVLVPLHDRANADIIVLGDRPWLLQSARHSLAYSSISFLPASHVTPVSSTDCPSGLL
FVSENCLHLVEMVHGKRLNAQKFSIGGTPRKVLYHSDSRTLLVLRTGLTSVSCSSDIVQIDPSNGALLSRFKCEPGETAK
CMQIAKIGNDQVLIVGTSKSNGRPMMPNGEAESIKGRLILLSLETIESPRESGSFTAASNLNSSHAGSPFPEFVGYAAEE
LSSNSMCSSPDEVCCNQIQPELMAGHLRSLVQHTFNGAVLAVHPYLDRYVLAAAGNVLFVFGFLNESPHRIKKYTTSRTR
FTITCLKTYASRIAVGDCRDGVLFYSYHENLRKLELIYSDPAQRLVGDVALLSCETAVVSDRRGSISVLSCPRLEVSESP
EKNLAVHCSFYMGETAMSIQKVAFKHWLPIDDLTEPVLESVYNCVVASTLLGSIFVMIPLTSEEHQMLQDVQERLSVHPL
TAPLLGNDHAEFRRRGIPSGVPPILDGDMLVQFLELTSEQQHDVLNIVSPGKKRQHDISVFQVMRALERVHYALN*    
>Smol_XP_002993022                                                              
MAVQDASAAEDDSEVLYLAKCLQKSSVVSHAVCGHIRSPLMLEVVFGKETALELVVLVEDGSVQPVCEQSVFGIIKDMKL
LPWNEHRRAPYSQTYGKDLLVLLSDSGKLSFLTFSVDLHRFVAVSQIHLSHPGTSLRELGWLLAVDSRSRAVAVSAIEDL
VAIFPTSVAAGENVVEKATAGNVANDAESTYGWGTIWSMAFVASPEESHQLLLAVILHRKGALSNELQVLLCDTNERSIH
LGARYHPSGEPAIDFLTYGVVEMPAFPGFVLLLRLGEIVLVDARAIGTTTYPANLVAFSLLDFRDTVVDAEERPRPYYRA
PDDEYGARAKLFISAWCWEPDSKGQARLAFSTGKGGIDVVTLSPDAASGRPTLVRDCQYKCSQCRLLLWTSDGFMTAMIE
MGDGHVLKVEDGQLSFQSFVQNIAPILDFSLVDYYGEKQDQMFACCGGDEEGSVRIIRNGNSVEKLICTPPVYQGVSGIW
TMRYRFKDPYHAFFLISFVEETRVLSVGLNFVDITDAVGFESQVNTLACGLVEDGWVAQVWRYEVKLCSPTKAAHPAGVS
GSSPLSTTWRKPGYPISVGAVCRSRVILALARPGLLLMLGTTQTSAESFELVELQLCMMEAEISCISIPQGDISIPVPPT
IAGLHAGNTVPAGVDLGNVCVVGTHKPSVELLSIVPGDKFAPFAVGQVSLITSVGTAVSGCIPQDVRLALFDRLYILAGL
RNGMLLRYEWPEDTPSLVLSKPAELHLIAARRLGVSPVCLVPLEACALRADIIALSDRPWLLQMAKRISYTSISFQPSTH
ATPVCSKDCPKGIIFLADCSLHLVEMEQSRTLNVQKLRLGCTGRRVLYHPESGVLIVLRLLSEHRSDVCCIEPLSGAVLC
VHPFGVGQIVKCMELMKLGDEQLLLVGTASDTRRAVMATGEAERQAFYFCVSNTGYFPSSSRGVLVVLYLDAPPPPSPHS
PMSSPASESSGGASIVFQPDDYCFVPRANVGLPGPVNAVASYLGQYVLACAGNHLFCLGIASMDESPRRWKKLASIKTRF
VITSISVRFTTIAVGDCRDGVLLFTYREDSKKLEPIRCDPMRRLVSDCTLVDVDTAVVVDRHGNFCALSTNEETEGNGSP
EKNLEAHCWFHIGEVCTTVRKVRTSRFLCKDTSRECSVSCVIATTLLGSVFIFVRITGEEYSLLQALQRRLSFLPATAPV
LGNDHARFRGQGRPAGVKEVLDGDLLEQFLELTSAEQVAVLKEPGPMVLRKSGGAYSPELQVERVLRLLEKIHHTVT   
>Smol_XP_002991861                                                              
MAVQDASAAEDDSEVLYLAKCLQKSSVVSYAVCGHIRSPLMLEVVFGKETALELVVLVEDGSVQPVCEQSVFGIIKDMKL
LPWNEHRRAPYSQTYGKDLLVLLSDSGKLSFLTFSVDLHRFVAVSQIHLSHPGTSLRELGWLLAVDSRSRAVAVSAIEDL
VAIFPTSVAAGENVVEKASVFFFLAITYPAPGNVANDAEATYGWGTIWSMAFVASPEESHQLLLAVILHRKGALSNELQV
LLCDTNERSIHLGARYHPSGEPAIDFLTYGVVEMPAFPGFVLLLRLGEIVLVDARAIGTTTYPANLVAFSLLDFRDTVGD
PEERPRPYYRVPDDEYGTRAKLFISAWCWEPDSKGQARLAFSTGKGGIDVVTLRPDAASGRPTPVRDCQYKCSQCRLLLW
TSDGFMTAMIEMGDGHVLKVEDGQLSFQSFVQNIAPILDFSLVDYYGEKQDQMFACCGGDEEGSVRIIRNGNSVEKLICT
PPVYQGVSGIWTMRYRFKDPYHAFFLISFVEETRVLSVGLNFVDITDAVGFESQVNTLACGLVEDGWVAQVWRYEVKLCS
PTKAAHPAGVSGSNPLSTTWRKPGYPISVGAVCRSRVILALARPGLLLMLGATQTSDGSFELVELQLCMMEAEISCISIP



QGDISIPVPPTIAGLHAGNTVPAGLDLGNVCVVGTHKPSVELLSIVPGDKFAPFAVGQVSLITSVGTAVSGCIPQDVRLA
LFDRLYILAGLRNGMLLRYEWPEDTPSLVLSKPAQLHLVAARRLGVSPVCLVPLEACALRADIIALSDRPWLLQMAKRIS
YTSISFQPSTHATPVCSKDCPKGIIFLADCSLHLVEMEQSRTLNVQKLHLGCTGRRVLYHPESGVLIVLRLLSEHRSDVC
CIEPLSGAVLCVHPFGVEQIVKCMELMKLGDEQLLLVGTASDSRRAVMTTGEAERQAFYFLFSSSRGVLVVLYLDAPPPP
SPRSPMSSPTSESSGRASIVFQPDDYCFVPRANVGLPGPVNAVASYLGQYVLACAGNHLFCLGIASMDESPRRWKKLASI
KTRFVITSISVRFTTIAVGDCRDGVLLFTYREDSKKLEPIRCDPMRRLVSDCTLVDVDTAVVVDRQGNFCALSANEETEG
KCDSNSGSPEKNLEAHCWFHIGEVCTTVRKGSFAFKAVEDSCSVDRLIPNMGKSCVIATTLLGSVFIFVRMTGEEYSLLQ
ALQRRLSVLPATAPVLGNDHARFRGQGRPAGVKEVLDGDLLEQFLELTSAEQVAVLKEPGPMVLRKSGGAYSPELQVERV
LRLLEKIHHTVT                                                                    
>Smol_XP_002988861                                                              
MSYAAIKLVHGPTGVSACASAFITHSPVNPASSSGWKSGNAKDSLPNLVLVKANVLEIYNVRFQEGDEKSARGGEQLVGS
ACVAFPASAKRGGFMSGITAAWLELVCQYRLFGIVDSMAILHRGRDGGRHRDAIILAFPAAKFSVLFFDDATQQLKTSSM
HYFEGPEWIHLKRGREKFPGGPLVRADSQGRCAGVLIYKSQLVMMKAAQEAYGLVEEDDPSGNIVSARIESSYVVNLQEL
GMMHVKDFVFLYGYIEPVVAILHERELTWAGRVTFRRDTCCVTALSINTNTKKHPRLWFQTGLPYDAYSLLAVPSPIGGV
LVLCANSILYYSQVSTCIVAVNELATPPAGSLEMPRSKFSIELDAAHATWLSYDAALLSTKTGMLVHLHLIFDGRNVQRL
ELSKSKGSVLSSSLCTIGDMFFFVGSRLGDSLLVQFGSASTSNSLSQSYDGEDDIMVRPSKRMRLDDDANEQSLYQYKSA
VSDSQKNMNFLFSVRDSLCNIGPIRDITGRSQNPSEQPGSAQDLIACCGHGKNGSLNIISRSIRPDFITQANMSLLFFAV
AYALFFQVKLPGCVGVWTVYHRSGQIPAEKDEYHAYLIISLESRTMVLETGETLGEVTDSVEYYTEGPSISAGNLFGRRR
IAQVYQKGVRILDGARQTQDLQVGEPGNAIESASFADPYVLLRMQDGSCQLVVGDSETLTVSVSTPPELGLSPDPISACT
LYNDRGPSPWLRRATGDVWQTLGVPDANFAFDQGDMYCIVCRNSGTMEFLELPSMACLYRVERLPYGVQVLADNRTASKV
PVDTSSNKDEEGAEEIRERMSKIKVVDICVDTWGEKYGRPFVFVLLSDGTLLSYRAFIYEGQDSGAHASDGTSFRNLRFL
RLQLDLELGEEDSNADEVRSVQKIIPFKDVGGLQGLFLAGGKPTWLMIFREQIRLHPQASDGPIVAFTSLHNVNCQHGLI
YVTNEASLKICRLSNILNYDNDWPVQKIPLKGTPHQMAHHPDLNIYVLVLSFSVSVPTSLVLPSAADGPPGHQIDQSEAS
DGLDPQKMVQVDDFEVRLLEPMAQGVPWETKDTIKFQPAENVLTVRIVSIKNAATEQVENLLAIGTGYLQGEDVASRGRI
ILVSLGEDPSDPKVWAKELYSKELKGAISALAALQGHLLLAIGPKIILHTWNGSELIGTAFFDAPLYVVSLNIVKNFVLF
GDFHKSIYFLCWKEEGAQLVLLAKDFGSLDCYATEFLIDGSTLSLLVSDSRKNIQVFSYAPKNAESWKGQKLLPRVEFHL
GSHVTKFLRLQMLQTPGSSRTNRFALCFGTLDGGIGYITPLDELTFRRLQTLQRKLVDLVPHVAGLNPKAYRQFQANGEH
HKHGPDNTVDSEQLREYESLSLDKQVAIARQIGTTRQQIFANLRDISLSTSFF                           
>Smol_XP_002985318                                                              
MFLYSLTLQRATGIVCACYGNFIGGKSQEIVIGRGKILELLRPDDNGKLQTLLAVEIFGVVRSLAQFRLTGSHKDYLVVG
SDSGKIVILEYNRDRNAFDPVHKETFGKSGCRRIVPGQFLSVDPKGRAVMIAATEKQKLVYVLNRDNAARLTISSPLEAH
KSHTVVYSLVGVDCGFENPMFAAIELDYSDADQDATGQAALEAQKHLTFYELDLGLNHVVRKWSEPIDNGANMLVTVPGG
ADGPSGVLVCADNFVIYKNQSQELRALIPRRADLPADRGVLVVSAATHRQKSVFFFLLQTEYGDVFKVTLSFNDTDMVVT
ELKIKYFDTFPVTSAMCVLKSGFLFAASEFGNHALYQFQGIGDDPDVESSSATLEETEDGFKPIFFQPRKLKNLIQIDEG
ESLMPIMDMKIANLFEEETPQIFVACGRGPRSTLRILRPGLAVSEMAVSQLPGVPSAVWTVKKSVTDEFDAYIVVSFLNA
TLVLSIGETVEEVSDSGFLDTTPSLQVSLLGDDSLMQVYPNGIRHIRSLVRINEWKTPGKKTIVKVGSNRMQVVIGLSGG
ELIYFEMDPTGQLMEIEKREMSGDVACLAIGPVPEGRQRSRFLAVGSYDNTIRILSLDPNDCMHILSVQMVASPPESLLL
LEVQASTGGEDGAVYPASVFLNAGLQNGVLLRTEVDMVTGQLSGTRTRFLGLRAPKLFATSVRGRQALLCLSSRPWLGYI
HQGHFLLTPLSYETLEYAASFSSDQCAEGVVAVAGEALRVFTIERLGETFNQTSIQLRYTPRKFILHPKRKFLVLIETDQ
GTFTTEEREHMSRSAAAQDNGMMEIDNQEKSEEEPMPDEQYGYPKTDSRRWVSCIRVLDPKAAATTCLLELQENEAAFSI
CCVNFHDNKNLGTVLAVGTAKDLEWWPKRRSMGGFIHIYRFVEDGRSLELVHKTPIDGVPTALCQFQGRLLAGIGQILRI
YDLGKRKLLRKCENKNFPNTITSIHSYGDRIYVGDIQESFHYVKYRRDENQLYAFADDSSPRWLTASLHIDFDTMAAGDK
FGNLFFVRLPQDLSEEIEDDPTGGKIKWEQGRLNGAPNKVEEIIQFHVGEVVTCMQKASLIPGGGESVIYGTVMGSVGAL
LPFSSREDVDFFSHLEMHMRQEHPPLCGRDHMAFRSAYFPVKDVIDGDLCEQYPTLPPDLQRKIAEELDRTPGEVMKKLE
DIRNRII                                                                         
>Smol_XP_002976174                                                              
MSVWNYVVTAHKPTNVTHSCVGNFTSPHELNLIIAKCTRIEFHLLTAQGLQPLLDVPIYGRIATLELFRPPGETQDVLFV
STERYKFCVLQWDSETTELVTRAMGDVSDRIGRPTDNGQIGIVDPECRLIGLHLYDGLFKVIPIDNKGQLKEAFNIRLEE
LQVLDIKFLYGCSKPTIAVLYQDNKDARHVKTYEIQLKEKDFGEGPWLQNNLDNGAGMLIPVPTPLGGVIIIGEQTIVYY
SGSAFKAIPIRPSITKAYGKVDADGSRYLLSDHTGSLHLLVITHERDRVLGLKVELLGETSAASSLSYLDNGVVYVGSSY
GDSQLIKLNAQVDSRNSYVEVLESFVNLGPIVDLCVVDLERQGQGQVVTCSGAYKDGSLRIVRNGIGINEQASAELQGIK
GMWSLRATSKDVFDIFLVVSFISETRILAMNMDDELEETEIEGFDSEAQTLFCHNAIHDQIIQVTSTSLRLVDATSRRQL
TEWRTPSGVAINVATANASQVLLATGGGNLVYIEIGRGSLTEVKHVQLQNEISCLDINPIGTDPDRSNIAAVGMWTDISV
QVFSLPNLEVLAKESLGGEIIPRSVLICAFEGVSYLLCALGDGHLFNFLIDTSTGQLSDRKKISLGTQPIMLRTFRSKNA
THVFAASDRPTVIYSSNKKLLYSNVNLKEVNHMCPFNSASFPDSLAIGKEGELTIGTIDDIQKLHIRTVALGEHPRRICH
QEQTRTFGLCTARFYSNPNGEDHESHFVKLLDDQTFEVLGSYNLDTFENGCTIITCSFTDDPATYYCVGTAYALPEENEP
SKGRILIFTVEDGKFQLVTEKETKGAVYNLNAFNGKLLAGINQKIQLYKWTQRDSTRELQSECGHHGHILALYVQSRGDF
IVVGDLMKSISLLLYKPEEGAIEERARDYNANWMTAVEILDDDIYLGAENSFNLFTVRKNSDAATDEERGRLEVVGEYHL
GEFVNRFRHGSLVMRLPDNETSQIPTVIFGTVNGVIGVVASLQQEQFNFLQRLQHCLAKVIKGVGGLSHEQWRSFSSERK
NADAKNFLDGDLIESFLDLNRAKMDEVSAAMSVSVEELCKRVEEMTRLH                               
>Smol_XP_002970131                                                              
MFLYSLTLQRATGIVCACYGNFIGGKSQEIVIGRGKILELLRPDDNGKLQTLLAVEIFGVVRSLAQFRLTGSHKDYLVVG



SDSGKIVILEYNRDRNAFDPVHKETFGKSGCRRIVPGQFLSVDPKGRAVMIAATEKQKLVYVLNRDNAARLTISSPLEAH
KSHTVVYSLVGVDCGFENPMFAAIELDYSDADQDATGQAALEAQKHLTFYELDLGLNHVVRKWSEPIDNGANMLVTVPGG
ADGPSGVLVCADNFVIYKNQSQELRALIPRRADLPADRGVLVVSASTHRQKSVFFFLLQTEYGDVFKVTLSFNDTDMVVT
ELKIKYFDTFPVTSAMCVLKSGFLFAASEFGNHALYQFQGIGDDPDVESSSATLEETEDGFKPIFFQPRKLKNLIQIDEG
ESLMPIMDMKIANLFEEETPQIFVACGRGPRSTLRILRPGLAVSEMAVSQLPGVPSAVWTVKKSVTDEFDAYIVVSFLNA
TLVLSIGETVEEVSDSGFLDTTPSLQVSLLGDDSLMQVYPNGIRHIRSLVRINEWKTPGKKTIVKVGSNRMQVVIGLSGG
ELIYFEMDPTGQLMEIEKREMSGDVACLAIGPVPEGRQRSRFLAVGSYDNTIRILSLDPNDCMHILSVQMVASPPESLLL
LEVQASTGGEDGAVYPASVFLNAGLQNGVLLRTEVDMVTGQLSGTRTRFLGLRAPKLFATSVRGRQALLCLSSRPWLGYI
HQGHFLLTPLSYETLEYAASFSSDQCAEGVVAVAGEALRVFTIERLGETFNQTSIQLRYTPRKFILHPKRKFLVLIETDQ
GTFTTEEREHMSRSAAAQDNGMMEIDNQEKSEEEPMPDEQYGYPKTDSRRWVSCIRVLDPKAAATTCLLELQENEAAFSI
CCVNFHDNKNLGTVLAVGTAKDLEWWPKRRSMGGFIHIYRFVEDGRSLELVHKTPIDGVPTALCQFQGRLLAGIGQILRI
YDLGKRKLLRKCENKNFPNTITSIHSYGDRIYVGDIQESFHYVKYRRDENQLYAFADDSSPRWLTASLHIDFDTMAAGDK
FGNLFFVRLPQDLSEEIEDDPTGGKIKWEQGRLNGAPNKVEEIIQFHVGEVVTCMQKASLIPGGGESVIYGTVMGSVGAL
LPFSSREDVDFFSHLEMHMRQEHPPLCGRDHMAFRSAYFPVKDVIDGDLCEQYPTLPPDLQRKIAEELDRTPGEVMKKLE
DIRNRII                                                                         
>Smol_XP_002964202                                                              
MSYAAIKLVHGPTGVSACASAFITHSPVNPASSSGWKSGNAKDSLPNLVLVKANVLEIYNVRFQEGDEKSARGGEQLVGS
ACVAFPASAKRGGFMSGITAAWLELVCQYRLFGIVDSMAILHRGRDGGRHRDAIILAFPAAKFSVLFFDDATQQLKTSSM
HYFEGPEWIHLKRGREKFPGGPLVRADSQGRCAGVLIYKCQLVMMKAAQEAYGLVEEDDPSGNIVSARIESSYVVNLQEL
GMMHVKDFVFLYGYIEPVVAILHERELTWAGRVTFRRDTCCVTALSINTNTKKHPRLWFQTGLPYDAYSLLAVPSPIGGV
LVLCANSILYYSQVSTCIVAVNELATPPAGSLEMPRSKFSIELDAAHATWLSYDAALLSTKTGMLVHLHLIFDGRNVQRL
ELSKSKGSVLSSSLCTIGDKFFFVGSRLGDSLLVQFGSASTSNSLEHSYDGEDDIMVRPSKRMRLDDDASEQSLYQYKSG
VSDSQKNMNFLFSVRDSLCNIGPIRDITCRSQNPSEQPGSAQDLIACCGHGKNGSLNIISRSIRPDFITQANMSLLFFAV
AYALFFQVKLPGCVGVWTVYHRSGQIPAEKDEYHAYLIISLESRTMVLETGETLGEVTDSVEYYTEGPSISAGNLFGRRR
IAQVYQKGVRILDGARQTQDLQVGEPGNAIESASFADPYVLLRMQDGSCQLVVGDSETLTVSVSTPPELGLSPDPISACT
LYNDRGPSPWLRRATGDVWQTLGVPDANFAFDQGDMYCIVCRNSGTMEFLELPSMACLYRVERLPYGVQVLADSRTASKV
PVDTSSNKDEEGAEEIRERMSKIKVVDICVDTWGEKYGRPFVFVLLSDGTLLSYRAFIYEGQDSGAHASDGTSFRNLRFL
RLQLDLELGEEDSNADEVRSVQKIIPFKDVGGLQGLFLAGGKPTWLMIFREQIRLHPQASDGPIVAFTSLHNVNCQHGLI
YVTNEASLKICRLSNILNYDNDWPVQKIPLKGTPHQMAHHPDLNIYVLVLSFSVSVPTSLVLPSAADGPPGHQIDQSEAS
DGLDPQKMVQVDDFEVRLLEPMAQGVPWETKDTIKFQPAENVLTVRIVSIKNAATEQVENLLAIGTGYLQGEDVASRGRI
ILVSLGEDPSDPKVWAKELYSKELKGAISALAALQGHLLLAIGPKIILHTWNGSELIGTAFFDAPLYVVSLNIVKNFVLF
GDFHKSIYFLCWKEEGAQLVLLAKDFGSLDCYATEFLIDGSTLSLLVSDSRKNIQVFSYAPKNAESWKGQKLLPRVEFHL
GSHVTKFLRLQMLQTPGSSRTNRFALCFGTLDGGIGYITPLDELTFRRLQTLQRKLVDLVPHVAGLNPKAYRQFQANGEH
HKHGPDNTVDSEQLREYESLSLDKQVAIARQIGTTRQQIFANLRDISLSTSFF                           
>Smol_XP_002968203                                                              
MSVWNYVVTAHKPTNVTHSCVGNFTSPHELNLIIAKCTRIEFHLLTAQGLQPLLDVPIYGRIATLELFRPPGETQDVLFV
STERYKFCVLQWDSETTELVTRAMGDVSDRIGRPTDNGQIGIVDPECRLIGLHLYDGLFKVIPIDNKGQLKEAFNIRLEE
LQVLDIKFLYGCSKPTIAVLYQDNKDARHVKTYEIQLKEKDFGEGPWSQNNLDNGAGMLIPVPTPLGGVIIIGEQTIVYY
SGSAFKAIPIRPSITKAYGKVDADGSRYLLSDHTGSLHLLVITHERDRVLGLKVELLGETSAASSLSYLDNGVVYVGSSY
GDSQLIKLNAQVDSRNSYVEVLESFVNLGPIVDLCVVDLERQGQGQVVTCSGAYKDGSLRIVRNGIGINEQASAELQGIK
GMWSLRATSKDVFDIFLVVSFISETRILAMNMDDELEETEIEGFDSEAQTLFCHNAIHDQIIQVTSTSLRLVDATSRRQL
TEWRTPSAVAINVATANASQVLLATGGGNLVYIEIGRGSLTEVKHVQLQNEISCLDINPIGTDPDRSNIAAVGMWTDISV
QVFSLPNLEVLAKESLGGEIIPRSVLICAFEGVSYLLCALGDGHLFNFLIDTSNGQLSDRKKISLGTQPIMLRTFRSKNA
THVFAASDRPTVIYSSNKKLLYSNVNLKEVNHMCPFNSASFPDSLAIGKEGELTIGTIDDIQKLHIRTVALGEHPRRICH
QEQTRTFGLCTARFYSNPNGEDHESHFVKLLDDQTFEVLGSYNLDTFENGCTIITCSFTDDPATYYCVGTAYALPEENEP
SKGRILIFTVEDGKFQLVTEKETKGAVYNLNAFNGKLLAGINQKIQLYKWTQRDSTRELQSECGHHGHILALYVQSRGDF
IVVGDLMKSISLLLYKPEEGAIEERARDYNANWMTAVEILDDDIYLGAENSFNLFTVRKNSDAATDEERGRLEVVGEYHL
GEFVNRFRHGSLVMRLPDNETSQIPTVIFGTVNGVIGVVASLQQEQFNFLQRLQHCLAKVIKGVGGLSHEQWRSFSSERK
NADAKNFLDGDLIESFLDLNRAKMDEVSAAMSVSVEELCKRVEEMTRLH                               
>Php_XP_001785293                                                               
MSGWNYVVTAHKPTNVTHSCVGYFTNPQELNLIIAKCTRIEIHLLTASGLQPMLDVPIYGRIATLELFRPPGESQDVLFI
SFERYKFCVLQWDAETGLLVTRAMGDVSDRIGRPTDNGQIGIVDPDCRLIGLHLYDGLFKVIPIDNKGQLKEAFNIRLEE
LQVLDIKFLYGCAKPTIAVLYQDNKDARHVKTYEVQLKEKDFGEGPWLQNNLDNGAGLLIPVPLPLGGAIIIGEQTIVYY
NGSVFKAIPIRPSITKAYGRVDSDGSRYLLSDHNGMLYLLVISHDKERVSALNVEPLGETSAASTLSYLDNGVVFVGSSY
GDSQLIRLNHQADAKNSYVEVLESYVNLGPIVDLCVVDLERQGQGQVVTCSGAFKDGSLRIVRNGIGINEQASAELQGIK
GMWSLRASSSDVYDTFLVVSFISETRILAMNTDDELEETEIDGFDSEAQTLFCYNAVHDQLVQVTAGSLRLVDAKTRRQL
TEWKAPAPMTINVATANASQVLLATGGGNLVYIEIGQGTLVEVAHVQLEYEISCLDINPVGDNPERSNLVAVGMWTDISI
RIFALPSLTLITKEMLGGEIIPRSVLFCSFDGIAYLLCALGDGHLFNFTLNPATGELSDRKKISLGTQPIALRTFRSKNT
THVFAASDRPTVIYSSNKKLLYSNVNLKEVNHMCPFNSASFPDSLAIGKEGELTIGTIDEIQKLHIRTVPLGEHPRRIAH
QEQSRTFAICSAKYAPGSNGEDMETHYVRLIEDQTFEIISGFPLDPYENGCSIITCSFTDDSNVYYCVGTAYALPEESEP
SKGRILVFSVEDGKIQLVAEKEVKGAVYNLNAFNGKLLAGINQKIALYKWTLRDDGTRELQYESSHHGHILALYVQSRGD
FIVVGDLMKSISLLIYKPEEGAIEERARDYNANWMTAVEILDDDTYLGAENSFNLFTVRKNNDAATDEERGRLEVVGEYH



LGEFVNRFRHGSLVMRLPDSEASQIPTVIFGTVNGVIGVIASLPQDQFLFLQKLQQALVKVIKGVGGLSHEQWRSFSNER
KTVDARNFLDGDLIESFLDLSRNKMEEIATSLEVSVEELHKAVEELTRLH                              
>Php_XP_001784126                                                               
MFLYSLTLQPATGIVCATYGNFTGGKTQEIVVARGKVLDLLRPDDNGKLQTLLSVEVFGAIRSLAQFRLTGSQKDYIVVG
SDSGRIVILEYNKEKNLFEKVHQETFGKSGCRRIVPGQYLAVDPKGRAVMIGACEKQKLVYVLNRDNAARLTISSPLEAH
KSHTIVYSITGVDCGFDNPIFAAIELDYSEADQDSTGQAANEAQKHLTFYELDLGLNHVVRKWTEPIDNGANMLVTVPGG
GDGPSGVLVCAENFVIYKNQNQPDVRAVIPRRQDLPPNRGVLIVSAATHKQKALFFFLLQTEYGDIFKVTLDYDKDDQVT
ELKIKYFDTIPVTSAMCVLKAGFLFAASEFGNHSLYQFQSIGEDPEVESSSSTLVETEEGYQPVFFQPRKLKNLVQIDDI
ESLMPIMDMKVANLFEEETPQIFSLCGRGPRSSLRILRPGLAVTEMAVSPLPGVPSAVWTVKKHANDEFDAYIVVSFVNA
TLVLSIGETVEEVSDSGFLDTTPSLAISLLGDDSLMQVHPSGIRHIRADGRINEWKTPGKKTIVKVGYNRMQVVIALSGG
ELIYFEMDMSGQLMEIEKRDMTGDVACLDIAPVPEGRQRSRFLAVGSYDSTIRILSLDPDDCMQILSVQAVSSPPESLLL
LEVQASTGGEDGADHPASVFLNAGLQNGVLLRTEVDMVTGQLSDTRTRFLGLRAPKLFSALVRGRRAMLCLSSRPWLGYI
HQGHFLLTPLSYETLEYAASFSSDQCAEGVVAVAGDALRVFTIERLGETFNQTVVPLRYTPRKFILHPKQNSLIILESDQ
GAFNTEDREANKKEAVEAAGYHENGKADGEDEDMADGEDEEPLPDEQYGYPKAESNKWASCIRVLDPKTSTTTCLLELQE
NEAAFSLCAVNFHDNKELGTLIAVGTAKDLQFMPKKEASGGFIHIYRFADEGKVLELVHKTPVDGVPTALCQFQGRLLVG
VGQVLRIYDLGKRKLLRKCENKNFPNTIIAIHTYGDRIYVGDIQESFHYVKYRRDENQLYTFADDSCPRWLTASLHIDFD
TMAGADKFGNIYVMRLPQDVSEEIEDDPTGGKIKWEQGRLNGAPNKVEEIIQFHVGEVVTSLQKASLIPGGGESVLYGTI
MGSMGALLPFSSREDVDFFSHLEMHLRQENPPLCGRDHMGFRSAYFPVKDVIDGDLCEQYPMLTSELQKKIADDLDRTPG
EILKKLEDIKNRII                                                                  
>Php_XP_001776266                                                               
MSGWNYVVTAQKPTNVTHSCVGYFTNPQELNLIIAKCTRIEIHLLTASGLQSMLDVPLYGRIATLELFRPPGESQDVLFI
SFERYKFCVLQWDAETGSPITRAMGDVSDRTGRPTDNGQIGIVDPDCRLIGLHLYDGMFKVIPIDNKGQLKEAFNIRLEE
LQVLDIKFLYGCANPTIAVLYQDNKDARHVKTYEVNLKEKDFGEGPWLQNNLDNGAGLLIPVPLPLGGAIIIGEQTIVYY
NGSVFKAIPIRPSITKAYGRVDSDGSRYLLSDHNGMLYLLVISHDKERVSALNVEPLGETSAASTLSYLDNGVVFVGSSY
GDSQLIRLNHQADVKGSYVEVLESFVNLGPIVDLCVVDLERQGQGQVVTCSGAFKDGSLRIVRNGIGINEQASVELQGIK
GMWSLRASSSDVYDTFLVVSFISETRILAMNTDDELEETEIDGFDSEAQTLFCHNAVHDQLVQVTAGSLRLVNAKTRKQL
TEWKAPAPMTINVATANASQVLLATGGGNLVYIEIGQGTLTGVAHSQLEYEISCLDINPVGENPERSNLVAVGMWTDISV
RIFALPSLTLINKEMLGGEIIPRSVLFCSFDGLAYLLCAVGDGHLFNFMLNPSTGELSDRKKISLGTQPIALRTFRSKNT
THVFAASDRPTVIYSSNKKLLYSNVNLKEVNHMCPFNSASFPDSLAIGKEGELTIGTIDDIQKLHIRTVPLGERPCRIAH
QEQSRSFAICSAKYSQGPNNEDIETHYVRLIEDQTFEITSGFALDLYEIGCSIITCSFTDDSNVYYCVGTAYALPEESEP
TKGRILVFLVEDGKLQLVAEKEMKGAVYNLNAFNGKLLAGINQKIALYKWTLRDGTRVLEIESSHHGHILALYVQSRGDF
IVVGDLMKSISLLIYKPEEGAIEERARDYNANWMTAVEILDDDTYLGAENSFNLFTVRKNNDAATDEERGRLEVVGEYHL
GEFVNRFRHGSLVMRLPDSEASLIPTVIFGTVNGVIGVIASLPQDKFLFLQKLQQALVKVIKGVGGLSHEQWRSFSNERK
TVDARNFLDGDLIESFLDLSRNKMEEIAAPLEISVEELCKRVEELTRLH                               
>Php_XP_001775840                                                               
MFLYNLTLQPATGIVCATYGNFTGGKSQEIVVARGKVLDLLRPDDNGKLQTLLSVEIFGAIRSLAQFRLTGSQKDYIVVG
SDSGRIVILEYNKEKNIFEKVHQETFGKSGCRRIVPGQYLAVDPKGRAVMIGACEKQKLVYVLNRDNAARLTISSPLEAH
KSHTIVYSITGVDCGFDNPIFAAIELDYSEADQDSTGQAANEAQKHLTFYELDLGLNHVVRKWTEPIDNGANMLVTVPGG
GDGPSGVLVCAENFVIYKNQNQPDIRAVIPRRQDLPPNRGVLIVSAATHKQKALFFFLLQTEYGDIFKVTLDYDKDDQVT
ELKIKYFDTIPVTSAMCVLKSGFLFAASEFGNHSLYQFQSIGEEPEVESSSSTLVETEEGYQPIFFQPRKLKNLVQIDDI
ESLMPIMDMKVANIFEEETPQIFSLCGRGPRSSLRILRPGLAVTEMAVSPLPGVPSAVWTVKKHANDEFDAYIVVSFVNA
TLVLSIGETVEEVSDSGFLDTTPSLAISLLGDDSLMQVHPSGIRHIRADGRINEWKTPGKKTIVKVGYNRMQVVIALSGG
ELIYFEMDMSGQLMEIEKRDMTGDVACLHIAPVPEGRQRSRFLAVGSYDSTIRILSLDPDDCMQILSVQAVSSPPESLLL
LEVQASTGGEDGADHPASVFLNAGLQNGVLLRTEVDMVTGQLSDTRTRFLGLRAPKLFSARVRGRRAMLCLSSRPWLGYI
HQGHFLLTPLSYETLEYAASFSSDQCAEGVVAVAGDALRVFTIERLGETFNQTVVPLRYTPRKFILHPKQKSLIILESDL
GAFSTEEREANKKEAVKATGGRDDEKANGEDEEMADGENEDPLPDEQYGYPKAESNKWASCIRVLDPKTSTTTCLLELQE
NEAAFSLCAVNFHDNKELGTLIAVGTAKNMQFMPKKESSGGFIHIYRFVEEGRILELVHKTPVDGVPTALCQFQGRLLVG
VGQVLRIYDLGKRKLLRKCENKNFPNTIIAIHTYGDRIYVGDIQESFHYVKYRRDENQLYTFADDSCPRWLTASLHIDFD
TMAGADKFGNVYVMRLPQDVSEEIEDDPTGGKIKWEQGRLNGAPNKVEEIIQFHVGEVVTSLQKASLIPGGGESVLYGTI
MGSVGALLPFSSREDVDFFSHLEMHLRQENPPLCGRDHMAFRSAYFPVKDVIDGDLCEQYPMLTSELQRKIADDLDRTPG
EVLKKLEDIRNRII                                                                  
>Php_XP_001775251                                                               
MYLYSLTLQSATGIVCATYGNFTGGKTQEIVVARGKVLDLLRPDDNGKLQTMLSVEIFGAIHYIVVGSDSGRIVILEYNK
EKNLFEKVHQETFGKSGCRRIVPGQYLAVDPKGRAVMISACEKQKLVYVLNRDNAARLTISSPLEAHKSHTIVYSITGVD
CGFDNPIFAAIELDYSEADQDPTGQAANEAQKHLTFYELDLGLNHVVRKWTEPIDNGANMLVTVPGGGDGPSGVLVCAEN
FVIYKNQNHPDIRAVIPRRQDLPPNRGVLIVSAATHKQKALFFFLLQTEYGDIFKVTLDYDKDDQVTELKVKYFDTIPVT
SAMCVLKSGFLFAASEFGNHSLYQFQSIGDDPEVESSSSTLVETEEGYQPVFFQPRKLKNLVQIDDIESLMPIMDMKVAN
IFEEETPQIFSLCGRGPRSSLRILRPGLAVTEMAVSPLPGVPSAVWTVKKHANDEFDAYIVVSFVNATLVLSIGETVEEV
SDSGFLDTTPSLAISLLGDDSLMQVHPSGIRHIRSDGRINEWKTPGKKTIVKVGYNRMQVVIALSGGELIYFEMDMSGQL
MEIEKRDMTGDVACLDIAPVPEGRQRSRFLAVGSYDSTIRILSLDPDDCMQILSVQAVSSPPESLLLLEVQASTGGEDGA
DHPASVFLNAGLQNGVLLRTEVDMVTGQLSDTRTRFLGLRAPKLFSALVRGRRAMLCLSSRPWLGYIHQGHFLLTPLSYE
TLEYAASFSSDQCAEGVVAVAGDALRVFTIERLGETFNQTVVPLRYTPRKFILHPKQKTLIILESDEGAFSTEEREANKK



EAVEATGGHENGKADGEDEEMADEESEDPLPDEQYGYPKAEANKWVSCIRVLDPKTSTTTCLLELQENEAAFSICTVNFH
DNKELGTLIAVGTAKDLQFMPRKEASGGFIHIYRFAEEGRVLELVHKTPVDGVPTALCQFQGRLLVGVGQVLRIYDLGKR
KLLRKCENKNFPNTIIAIHTYGDRIYVGDIQESFHYVKYRRDENQLYTFADDSCPRWLTASLHIDFDTMAGADKFGNVYV
MRLPQDVSEEIEDDPTGGKIKWEQGRLNGAPNKVDEIIQFHVGEVVTSLQKASLIPGGGESMLYGTVMGSMGALLPFSSR
EDVDFFSHLEMHLRQENPPLCGRDHMAFRSAYFPVKDVIDGDLCEQYSMLTSELQKKIADDLDRTPGEIVKKLEDIRNRI
I                                                                               
>Php_XP_001768254                                                               
MAVQDGGGEDPGEETKASYLAKCVLKSSVVLHAVYGHIRCPSTFDVVLGKETSLELVVVSEDGIVQSVCEQPLFGTIKDL
RVLPWNESRRSPLPQTYEKDLLVLLSDSGKLSFLTFNVDLHRFLAVVHIHIAECGNLRRELGRLLAIESRGRAVAVAAFE
DRIAIFPTSIAAGNNIVDKRMIYPRELLSSTGLTEASTSGVEEKFTGWGTIWSMTFVGMPVDHLTPIVKSDSLLLLAVLV
HRKGAASNEIVILKCDTKERIIQVTARYDSSVIRPFISPLWISVLDVPAAPGFLLLSLPGELLLLDLRRPSSHLLAGVCS
FQISLDEEEGSLNSVAASALLELLSRGQDDSSTKSPASSSNGEPTEVMDLNWDPSSLPTITAWSWEPYAEGQSRLALAMD
TGEIHLARLIFESPDDVPRIEVQQRQYKCSPCNVVLWTKGGLLAVFVEMGDGQVLQCSDNGKLIFKSLIQNVAPILDFSL
ADYHNEKQDQMFACSGAGNEGSLRVIRNGISVEKLYTTSPIYQGVTGTYTMRMCCRDPYHAFFVMSFVQETRVLSVGLNF
VDITEAVGFQPCASTLACGTIEDYHVVQVCSKEVIVCVPTKTAHPAGIDSPLPFCSSWKPPQGLVVSLGAVASKAIVLAL
SKPGLIVMLGSQRGANGALELCMTQQCELKAELSCISIPDEEDWTSSPLPPSIVGLVEGTPKSRNPSGVEVGRICVVGTH
EPSVEVLSIVPGEGLAPLAVGHISLVSCVGTTLSGCVPESVRLAQFDRLYILAGLRNGMLLRYEWPASSTATLPDCTNLL
STSDWENIGITQPNLGGDKDVLEDSSPVLLHLVAVRRMGVSPVSLISLQASLSADVIALSDRPWLLQTARHSQRIAHTSI
SFPSSSHAAPVNSVDCPNGILFVADCSLHLVEMEHLKRLNVQKLPLGRTPRRVLYHTESKTLIVMRTDYGPDGGLVSDVC
CVDPLSGANYSCYTLDAGEVARSIQLWKRRQEQLLLVGTSLIGGGGIMSSGEAESAKGRLLVFQLLSKHVGTHSQPVMSS
TNTPTLSNQSTPGSSAADPMVLSESDESDLTDGEGWELRLKTHIILPGAVLSVSSYLGQYVLASAGNCLFCLGFRPDSPQ
RLRRMAMVKTRFMITSLSVHLSRIAVGDCRDGILFYTYQEVSGQLELLYCGGIQQLVADCVLMDTDTAVVTDRRGNFCTF
SSASTPEGDLNFFFAESVSPERNLSLGCWYHIGETLMRIHKASFAYESPAEESMKNCGSNDAIAHPTHSSVVASSLLGSV
FIFIKVTREEYDLLKAVQSRLAHYPITTPLLGNNHEDYRGQGCPAGVCQVLDGDMLCQFLELTSAQQENVLTEPQGVVSL
SVPNPGSSFLERSLAVDRVLRLLERVHNSLS                                                 
>Php_XP_001763425                                                               
MSYAAFKMVHCPTGVDNCVAAYVTHSAGETDSDSIPLPGADLIASGGSGFPPNLVITKANVLEVFHVRLLEGDDSAANGS
NGVGNPETTPRGGLMAGLSYVKLELACHYRLHGNVESLGVLSYRHAEGRKGRDAIILTFRDAKISVLEFDDSTHGLRIGS
LHYFEGPEWQYLKRGREQFASGPSVRADPVGRCAGVLIYNSQLVLLKAAQVGYGLGDEDESLIMGGKLCAHVATSYIVSL
RDLDMKHIKDFVFLHGKLLFLIQYIFAFSSYIEPVLVVLHEKDPTWAGRVAVRRHTCAITALSINTTLKQHPHIWSATNL
PYDAYKLLAVPAPIGGVLVFCANSLHYHSQSGSCALGLNEFAVAPEGSAEYPRSKMSVELDCAHATWVANEVALISTKNG
MLLFLNLVYEGRSVQRLELTKSKASVLTSCMCTIGENFFFLGSRLADSLLVQHTLGSASGRTSSLMGDIEADLSAPAAKR
LKREPSEEEEGVSAEEMSLYYSTPTASDISQKKTFTFTVRDSLVNICPLRDFAYGLRSNADQSATGLGKQSNYELVACSG
HGKNGSLSVLHQSIRPDLINKVALPGCSGIWTVYHKTDRDDSNEFDFGTSEDDEFHAYLIISLESRTMVLETGDTLGEVT
ENVEYYTEGNTIAAGNLFGRRFVVQVYQNGLRLLDGAKMLQELLITNSELENNSSEVANNLVIEAVIADPYMLLKMTDGS
LQLVVGDVENTKLSIPQPQGFGITTDAITAFTLYQDKGPHQWLRRTCSEMNSDRSQWSSTSDQGYVYCIVCRISGRFEIY
ELPRMVCVYAVDNFNHGMSVLWDQKVLERRANSNAALKEGAEEDKAPGDALLRDAGLSLHVSQICFESWGEKFGRPFLLA
TLSDGTMLCYHAFSYDANESSDALEFRETATSLKDLSRLTHLRFARIPIDWVSGQEDGAKVLYETKFCSFKNVGSFPGVF
VTGLRPTWLMVCRGRLRPHPQFCDGAILGFTPLHNVNCAHGFIYITAQGQLKICQLPSLLFYDNDWPVQKIPLRGTPHQI
TYHSDVNLYALIISTPVSRPTSQVLMGDGHPFDQQQENSIGEDGQRLVTSEDYEVRIIEPAQPGGNWEAKAAIKMHLTEN
ALTVRIVSIKNITTDQTQTLLAIGTSYVQGEDVAAKGRIILVSVGKDPQDPGSWAREVYSKELKGSISAIASLQGHLLIA
IGPKIILHSWNGSELNGAAFFDAPLYVVSLNIVKNFILFGDIHKSIYFLCWKEDGAQLTLLAKDFGSLDCYATEFLIDGS
TLSLLVSDSRKNLQIFSYAPKSMESWKGQKLLSRAEFHLGAHVNKFHRLQMLPTPGSARSNRYAVLFGTLDGAIDYLAPL
DELTFRRLHTLQRKLVDCVSHVAGVNPRAFRQFRCDGKAHRPGPDNIVDCELLSHYDMLPLDEQLEIARQIGTTRAHVLS
NLRDLALSTSFL                                                                    
>Crei_XP_001702494                                                              
MEVDSSALGAANTGCYNYVVTAHKPTAVTQSVVANFTGPNDINLITACCTRLEIRTLGAQGLYVCVCVYAVLDVPIYGNV
SSLQAFRPRDLQTDLLFILTEKYKFCVLQYDSAKGQLVTRSNGDVADRTGRPTDNGQLGFVDPACRVIGLHLYDGMLKVI
PMDERTGALSEAYNVRLEELCVLDMAWLAPTSKGSAAGPSGSSAAAASGRPLLCVLHQDPKGARHVKTYEAALAAKELVE
GPWQQQHVDAGAGILIPVPAPLGGVVVVGENVLSYCGGPGAGPGGGAPVSAPLRQTIITAWCPVDPDGSRYLLGDRLGGL
HLLVLAHDGAGRVSGLRVEPLGHTSTPSCLSYLDSGLTFVGSRSGDCQLVRISPTPVNQPPSYVELVDSFPNLGPILDFV
VMDLERQGQGQLVTCSGVDGDGSLRVIRNGIGINRQATVELAGIKGVWSLRAHYGDEHDAYLVLTFVGETRLLALNAEEE
LDEAEIPGFDAAAQTLWCGNTACDHLLQVTSSSVRLVDSSSLALVSEWRPPAGFSINVAAGSPTQVVVATGGGHLVYLEV
QAQAGGAAVVEVANVTLDSEVACVDVSPLLLTAGPGGSAERSGLVAVGRWDQTLQLLAVPGLTPLSVTPLGGEVIPRSVL
CVGLEGVPYCMVGLGDGALHTWRLEPATGALTDRKRVVLGTKPITLRTFRTAAAAAAAAGGDNGGARGGGGGGVSVFAAS
DRPTVVYSSNRKLMYSNLNENDVAHLSSFHAAAFPHSLAVASEAALTIGTADQLQKLHVRTVVLGEQPRRIAHHEAGRLL
GVLTQRDPDGEERGQLRLLDDTTFDVVASYGLAPGEMPCGGSASAASAAGPATFIVGTVLLRPDEPEPSRGRILVLEYLP
GGAGGAAAGGGAVRLVTEKEVKGAAYNVRPFAGDKILASVNNKVTVYRWVVREGSGGPGGCGAYELASECHHLGNVLALY
LAARGGLVVVGDLMRSVSLLSYNAEQGVLEHRAADYNSGWTTAVEILDDDNYIAADNHCNLYVVRRNADSATDEERARLQ
VVGEFHTGTFINQMRNGSLVMRLPDSEHAGLPPPLLFAGTDGRLGVVARLPPALYEWATKLQTAMRSVVRGVGGLDHEQW
RAFANDRRCGEARGFVDGDLIESLLDL                                                     
>Crei_XP_001701300                                                              



MFLYSLTLSRASGIQTAVYGNFSGPKAQEVVVSRGKVLELLRPNENGKMQTVVATEVFGQIRSLAAVRLTGSTTDHLAIG
SDSGRIVLIKFNKDKNVWVKVHQETFGRSGCRRIVPGQFLAVDPKGRACMVGAVEKQKFVYVLNRDAAANLTISSPLEAH
KSHHITFSICGMDCGFDNPIFAAIELDYSEADQDPTGEAASLAQKHLTFYEMDLGLNNVVRKWTEPVDNGANLLIAVPGG
ADGPGGVLDHEEVRAVIPRRSDLPGDRGVLIVSYATHKKKAYSFFLVQSEYGDIYKVTLSYEGEAVTEVKVKYFDTIPVT
ASIAVLKTGFLFAASEYGNHALYQFVGTGEDDDDVESSSAQLVATEEGFQPVFFEPRPLKNLLLIDEMASLMPITDMKVA
NLLGEEIPQIYALCGRGPRASLSVLRPGLAVTELAVSPLPGAPTAVWTVRRAASDEYDAYIVVSFANATLVFSIGEEVKE
TNESGFLGTVPTLHTQLLADNSMLQVYPGGLRHIRPDRRINEWKVPGRRVIKAAASNDKQVAIALQGGEVGTYDQTVRIL
STDPGAGLKNLAVQALNSVPESLLMLYNVARARSGPARAGCSCTWGCRTGCSSGQRDGSTCRRCLTTHWTTPRVGGSRRM
VAGFASDQCPEGFVAVVKSTLRILAVENVGDAFNTQARLAALAEEQGGAPVQGVEFNDELAALEEQFGPPKGAAGQWAGC
LRIVEPSSLSTVFVTEMDNNEALVSMCLAELRMPGGMGAGPTGMETVLLVGTARGLRYMPTDCEAAYIRVYRLGDGGRRL
DLLHKTQVDGGVPGALAGFKGRLLAGVGPTLRLYDMGKKKMLRKCEYNRWTNIFLHVFFYRPYFRSSQESVHMMRYKKAD
NAFYIFADDVAPRYLSALLPLDYDTIATGDKFGNLVILRLPQEASQQVEDDPTGGKMAAASGKLNGAPHKLEELVKFHVG
DTITALQRAEMQAGGQEVLVYSTVMGAIGVVYPFTSREDVDFFSHLEMHLRQENPPLAGRDHLAYRSAYFPVRNCVDGDL
CSQYASIPMKKQQMIAEAMDRTTGEMLKKLEDIRNKIL                                          
>Vcar_XP_002950181                                                              
FNYVVTAHKPTAVTHAVVASFTGPNDVNLITACSTRLEIRTLGPQGLSAVLDVPIYGNISALQVFRPRDLHADLLFILTE
KYKFCVLQYDAAKGQLLTRANGDVADRIGRPAENGQLGVVDPACRLIGLHLYDGMLKVIPMDDRSGQLSEAFSVRLEELS
VLDMAWLHPQPPGGGGGGGSPGRPLLCVLHQDPKGARHVKTYEMQLGANDLLDGPWQQQHVDSGAALLIPVPSPLGGVVV
VGENVVSYLGGPGGQAPVSAPLRQTIVTAWCPVDPDGSRFLLGNRQGGMQLLVLAHDGSRVSGLRTEPLGYTCAPSCLAY
LDSGLTFVGSRSGDSQLVRISAQPVNQPPTYLELVDSFPSLAPIVDFVVMDLERQGQGQLVMCSGIDSDGSLRVVRNGIG
INRQATVELPGIKGVWSLRSHYDDEYDKYLLLTFVGETRLLALNTEEELDEAELPGFDSGSQTLWCGNMATDHLLQASGS
SVRLVDTASLQLVSEWRPAPGFAIHVAAGSPTQVVVATGGGHLVYLEVVRRPEGVVEVVEISNVVLDSEVACVDVSPLML
QQQPLAGEWPGGRSSVVAVGRWDQTMQLLSVPSLAPLSSTPLGGEVIPRSVLCTALEGVPYCMVGLGDGALHTWRLDPAT
GGLSDKKRLVLGTKPIMLRTFRTAAAVSGGGGGSLRGSGGGHGGVSVFAASDRPTVVYSSNKKLLYSNLNENDVAFLASF
HSAAFPRSLAVASEGALTIGTADEIQKLHVRAVPLGENPRRIAHHEGARMLGVLTMRLDSDGSERSFLRLLDDTTFDVVA
SYALAPGEMPCSLAAWPGSSNGTAAVGALNACFLVGTAFIVPEEPEPTKGRILVLEHVRLVTEKEVKGAAYNVLPFVKDK
ILASVNSKVPASGCDLGGVRVELASECSYLGNILALYLATRGNLVVVGDLMRSVSLLSYNVEQGVLEHRAADYNSGWTTS
VEALDDDTYLEGDNHLNLVVLRRNADSATDEERARLQVVGEYHTGTFVNRFRHGSLVMRPPDSEFVSLPVPLLFGGTDGR
LGVIARLPPGLYEMLTKLQSALRQVVRGVGGLSHEAWIAFSNERRTADAKGFVDGDLIETFLDL                
>Vcar_XP_002947296                                                              
MFLYSLTLSRASGIQSAVYGNFSAPKAQEVVVSRGKILELLRPNENGKMQTVVATEVFGCIRSMAAVRLTGSILDHLVVG
SDSGRIILLKFNKDKNVWVKVHQETFGRSGCRRIVPGQYIAVDPKGRACMIGAVEKQKFVYVLNRDAAANLTISSPLEAH
KSHHITFSICGMDCGFDNPIFAAIELDYSEADQDPTGEAASMAQKHLTFYEMDLGLNNVLRKWTEPIDNGANLLVAVPGG
ADGPGGVLVCAENFIIYKNQDHEEVRAVIPRRSDLPGDRGVLIVSYATHKKKAYSFFLVQSEYGDIYKVTLAYEGEAVTE
LKIKYFDTIPPCTSIAVLKTGFLFAASEYGNHALYQFVGTGEDDEDVESSSAALVQTEEGFQPVFFEPRPLKNLLLIDEM
ASLMPITDMKVANLLNEEIPQIYALCGHGPRASLSVLRPGLAVTELAVSPLPGAPTAVWTVRRNATDEFDAFIVVSFANA
TLVFSIGEEVKETNESGFLGTVPTLHTQLLADNSMLQATFFDLSEPQVYPGGLRHIKPDRRINEWKVPGRRNIKAAASNE
KQVAIALQGGEVTVFELEVGTGLLVEAEKRDLGEDVSCLEIPPVPEGLVRSSFLAVGTYDQTVRVLSLDPGQGLKNLSMQ
ALNSVPESILMLYNTGPGTERATEGGLFLHVGLQNGILIRSEVDRISGQLTDSRTRFLGTKPPKLFAAAVRGNRCMLALS
SRPWLGYNDQGRFNLSPLSYEALDYASGFASDQCPEGFVAVVKSTLRILAVENVGDAFNTQACRLRYTPRRLLIHPETKL
LMIAESDNAAIPLAEREDLQAKLAALAEEEGAPVQGVEFNDELAALEEQFGAPKGQPGQWAGCLRLVDPATLSTVFVTEV
DNNEAIVSMALVDLVLPAGPGFGGTEKLLVVGCAKGLRYMPTDCEAAYIRVYRLADGGKRLELVHKTIVDGGVPGALCGF
KGRLLAGVGPTLRLYDMGKKKLLRKCEYNRLPHQIMNITVQGPRIYVGDAQESVHMMRYKKADNAFYIFADDIAPRYLTT
ILPLDYDTLAAGDKFGNFVVLRLPREASQQVEDDPTGGKMAAASGRLNGAPHKLEEVVKFHVGDTITSLQRAEMQAGGQE
VLLYSTVMGAIGVLYPFTNREDVDFFGHLEMHLRQEHPPLCGRDHLSFRSAYFPVRSCVDGDLCGQYASIPAKKQQMIAE
AMDRTPGEMLKKLEDIRNKIL                                                           
>Cvar_EFN59838                                                                  
MVLEIGQEGCQYNYVVSAHKPTSVQHSAVGHFTAASDLNLVISKSTQLEVHRLTAEGLQGVLDVPLYGRVAALQLFRPAS
EPRDLLLLLTERNKFCVLGFDEESGELVTRANGDASDRVGRQVELGQRGIVDPQCRLIGLHLYDGLFKVIPMDERGGLQE
AFNMRLDELKVVDIAFLDGCAAPTIAVLYEDTKEQRHVKTYEVSLREKELVEGPWQQSNLDAGASMLIPVPASGGAMVVG
ESVVTFIAPGVVRSAAIKPTLAYGQVDDDGSRFLLSDFLGNLYLLLLLREEGAAGASSSSGAGAGAVAGLKLEPLGRTPA
ASTIAYLDSGVVFVGSSFGDSQLIRLHSSPPDPSQPTSFVEVLDSQPNLGPIVDFAVVDLERQGQGQVVTCSGTGVDGSL
RIVRNGIGVVEQALVELPGIKDLWSLRKTFMDAHDTYLVLTFSGETRVLGMNAEDELDEAEIPGFNSTALTLCCANTVHD
QLLQVTATAFRLVDCMTQQLVTQWEPGADGRITIAAASPTQLVAAVGGRTLVYLELGDGQIEEKGRVQLDADIACLDITP
VGELSEASEVVAVGSWALEAHIFALPSLAPLFREKLPTDVIPRSTLFAQFEGDTYLMYGLGDGQLVNYRLDADGPTDRKK
IALGTKPISLRTFRSRGAAAVFAASDRPTVIYSSNRKLLYSNLNENEVSHMTSFNTAAFPDSLALGKQEALLIGTIDEIQ
KLHVRTVPLGEQPRRIAHQETSRTFAVTCTQATISGEGGDSVRLVDEQTFELLDRLQLQQHELACSLCSTQLGDDPATYY
VVGTAFAPPNEPEPTKGRIFVLAAAGGKLCVVCEKETRGAVYSLAEFQGRLLAGINSRVQMYKWLEQGEGGRALVPECSH
AGHVLALYLATRGDLVVVGDLMKSIQLLAWGEEEGALELRARDFHPNWMSAVTVLDDDTYMGAENSYNLFTVRRNADAAT
DEERSRLETVGRYHLGEFVNRFQPGSLVMRLPDSELSQIPTVLFGTINGVIGVVASLPHAQYQLLESLQEAMRKVVKGVG
GFDHAQWRAFSNQHMPATPARQFVDGDLIEQFLDLKRDSAEAVIAAMAGGGATVESVTQLVEELSRLH            
>Cvar_EFN57738                                                                  



MHLYNLTLSRPSAISCAIYGNFSAPKVHEIVAARGKVLELLRPDDAGKVQVIHSTEVFGIIRSLAPFRFPGAQQDYVICG
SDSGRIVILQYNKEKNCFTRIHTETFGKSGCRRIVPGEYLAVDPKGRACMIAAVEKSKFVYVLNRDNDARLTISSPLEAH
KGSNLCYALTGLDMGFDNPVFAAIELDYAEADTDPTGEAASEAQKHLTMYELDLGLNHVVRKYSEPVDNGANMLIPVPGA
GDGPGGQRAVWGGPCARAEKLPACMHACSEFGDIYRVTLDYEGEQVKELRIKYFDSIPPATSICLMRKGFLFAASEFGDH
ALYQFSSLGDDDEGGVESSSATLMETEEGYQPVFFDPRPLSNLEALDRMDSLAPILDMKVANLAGEEIPQIYAACGRGSR
STLRVLRPGLAVTGKRAAHEMAVSPLPGNPTAVWTIKRSVGDEFDAYIVVSFSNATLVLSIGETVEEVNDSGFNGNVPTL
QTQLLADDSMLQVYPNGLRHIRPDRRINEWRAPGRKTIVKATTNERQVAIALGGGEVIYFELNPQGMLVESEKREMGGDV
ACLDVAPVPEGRTRCAFLAVGMYDGAARVLSLQPDSTLKVLSTQAVGATPESVLLLDSPLMGKDGTEEGAGSGALFLQVG
LVNGVLLRTEVDRVTGQLSDTRTRFLGTKPPKLFAAAVPEGFVAVARNTLRVITLERLGEFFNQQSLRLRYTPRKFVIHP
DLKVLAIAEADHAAIPLAQREDLQQRRDGMEAEQQGGATAAAAAGPEMDEEAAAREDQWGAPKGEPGQWASCVRIVDPVS
LQTTHCIEMEDNEAALSVCLVEFDSHPEHGTLLAVGTAQGLKFYPKECQNGFVHLYRFLDDGKRIELLHKTAVEGVPGAM
AAFKGRLLVGVDAVLRLYDMGKKRMLRKCEYRRLPTRIATLHVSGSRIYVGDGQESTFFMRYKKGDNQFYIFADDIVPRH
VTAALHLDYDTLAGADRFGNVFVSRLPQEVSAQVEDDPTGGKYATETGLLGGAPNKLRTINSFHVGETVTALQRAVLQPG
GRELIVYGTINGAIGVLYPFTSKEDCDFFQHLEMHMRQEHPPLLGRDHLAYRSFYFPVKDVVDGDLCEQYPQLAADKARG
VAEELDRSPGEVLKKLEDIRNKLV                                                        
>Cvar_EFN56091                                                                  
MAEQQAAVCTQVHPPTAVTHCTAAWLTHAQRQQGSGSADGDDGGGSGDPLPDLVVVRSTQLELYSVRGSEAGGPATTHTA
QSLDQLASCRLFGVAESVAVLRGRAPGQRDVLLLTFRDAKLSVLHWDAGRHELAPSSLHYFEGDASLKLGRTVFPYPPLA
VTDPLGRCGAVIIFRHQLAVLPAVDSELFGLGLSAAEEDEEEAAATAALGLAPPDGGGAADGEAGAPRGGAAAAAAGLPA
AAAAVGNSYVDNLGKAGIKEVRDACFLHGYSEPVLMVLHEAEPTWAGNLRQKKDTCVLTALSLNLTRKHHPKIWGAQELP
SDAYRLSAAPCGGVLVLCQHLVLHYRQGQQSGVVLHPSALPPAAAPPPLLFDPQAMAEAGGPGPASAAYARQHAVDVHPE
TVPAAVRFCDASQAAALKVTADGASVCWLSPESALLCLRSGQLLQLALLPQQAGGSARHLAVARAGAAPHPSCCCSLSGA
HRAPHMPGSAAAAAAGQAPQPALVFLGSAAGDSLLVRATPAAAAGTKRPAEAATGAAGEEDGTADEPASKRLRLEGIEVG
SAAAAVEATAAAAAAAQGAAAAAAEARAAAGGGPAGSDSEDEEALIYGTALYSSAAGVAPAAAAAVPTPSWQLQRYQLKV
LDSLANIGPLRDFAVAEPAAGAGGEAVPPALVGCSGEGKGGTLTVLRRSVVPDVITEHRGAASASGGGSGQAAGEAAGQE
GGHHAYLLLSFQGATKVLATGEELREVTESVEFAVDTPTLAAGSVCCGRRIAQAFPQGLRLLDGEESVQDVWASELAAPA
AAAAAGGAPGGGAIVSADMCDPYVLLYLADGTARFLTADPVACRLSAASAAGAGPEAAAAAEAAEAALRPVAAEERITAC
SLFADSCGWLAARLPQTQQQTQQQQQQQGQQDGGTTAQAAASGGGCGAVYAVVCRASGACQLYALPAWQPVFSSSTSLAG
GPALLTGSGGAGGVAAAAAAAAAAAAAAGVEDEMDGPGEVVEVRLVSFGPAAAGRRDAAAARASPAPACEPPLLLALTAD
HQLLAYQAFSASPGSGGTRGSSGSGTPRFRRLRLDLPPLLPPAGGPQLRLRRLHCFEGLGEEAPYSGVFVAGQHPHWLVA
SRGGLLPHPHFLPQPAGPGAAAVGAAGFTPFHNVNCPHGFIVATSGARSGIQISQLPPRTRLDAPWPRQRVSIKGTPLKV
AHYAEADMFAVLSSRQGRARGRGVMEGHEVRWVWPGGGWQGVGRHQRRPGERALSVGAVRLKDHATGATVPLLAVGAALP
AGEDYPCGGRLLLFEVTRGDGGGGGGGQWAGRLIYTREFKGPVTSVSGLEGYLLLASGNRIETCSLSSTTITSTADDGTV
AATTTWKVQRSAFYDGPVLLTSLNVVKNFVLLGDCQHSVQFVRYKDEGRQLSLLSKDFNRADTAATQFLINGSSLHLASC
DSAGTLRLLSYAPSHPASWKGQRLVAWGSFHVGEAASCMRRLRLHPSSPEDRTVRQAVLLSSAAGSLQLLAPLALPAAAG
LDVAAGLPALRALQRELLLLLPQPAGLNAAAFRRRYAAIPPGMQGGRCFTRQLALEEQGVLDGDLLQQYQQLPRQQQLGA
AEAAGLARAQLLELLQGLWRAGGTLL                                                      
>Otau_XP_003081778                                                              
MRSRCSPRASSQNVHSDKLIVVDVYARWCGACRALYPKLCKLAREYPEVVFVKVNFDDNKLLCKSLGVKVLPYFKFYRGS
DGCVAAFSASIAKIKLLRAALDEHSSERCSLIEGKVEYNDLDDLAELEAMSPEERAAAEPSSVVTVERTQSHAVAASPAP
RLTSRRLSIAFDREMSAPNEGGRCRFNYVVTVRSIRSPRASSSETSGRASARDSAFDNLSRLAPFTTLPRTQAHKPTVVT
HSAVGRFTSSEETDLIVAKCTRLEIYRLSSSGLRPIMDVPIYGRVATMSLCGGRERGSKGRLFITTERYGFTALSYDEES
EELKTEAFGDVRDNIGRPAENGQIGIVDEDCRSIGLQLYDGLFKVIPCDEKGKVKEAFNIRLEELRVEDIQFLHGTAKPT
IAVLYRDMKEAVHIKTYEIGVREKEFVSSPWAQNDLEGGSSKIIPVPAPVGGVVVLGEETIVYLNKTSDDTDVFLKAINI
PERSSIVCYGAIDPDGSRYLLGDHDGTLYLLVLVHDGKRVNELKIERLGETSIPSTVSYLDNGVVFVGSAYGDSQLIKLH
SEKTNVDKDGNLSYIQILEEFTNLGPIVDFAFVDLERHGQGQVVTCSGAYKDGSLRVVRNGIGIDEQAVIQLPGVKGLFS
LRDDDESQVDKYLVVTFINETRILGFVGDEGDTLDETEISGFNAEAQTLCCGNMLESGGKLHCLSAMKGKLALVASATFE
DEIACLDCTPMGEATSSPVCAVGLWSMEIVLASMSDLSVIKRESTGEDIIPRSTLLCSFESIPYLLVGLGDGQLITYLLD
EKSGELSVRKKLSLGTKPITLQTFKSHATNVHSVFAASDRPTVIFSNNKKLIYSNVNVQEVLHVCPFSSAAFPDALALAG
EEDLTIGGIDDIQKLHIRTIPLGGQPRRIAHQPETNTFAVVVEHLWSKSSQDCFVRLVDDGSFETLSQFQLEDQELTSSL
TSCTFAGDSTTYYVVGTGIALETEDEPSRGRILVFKVDDDQLVLVSEKEVRGAVYNLNAFKGKLLAGINSKLELFKWTPR
EDEVHELVSECSHHGQIVTFAVKTRGDWILVGDLMKSMSLLLYKPEEGAIDEVARDFNANWMTAVAMLDDDETYLGAENS
LNLFTVSRNVNAVTDEERSRLEITGEYHLGELVNAFAPGSLVMSLRDGESLSVPTLLFGTANGVIGVLASLPKDVYEFTE
RLQASINKHIQGVGGLKHADWRSFVHTLRGRSDPGDELRSTETSWSPFLDPFVPSRRTPSRPTMKLDRTEHPSSRVRGAP
TA                                                                              
>Otau_XP_003080148                                                              
XGATPLAILYEKTPTWAGRYNLAKDTCEIVALSVDVDKQKSTVIWRRQNLPSSSYKLTALLPPLGGVLVFSQDFLLHESQ
ESSSALCLNTFGRGGPQEGNDAETVARLAGMGEDAVANPPPACAARAVDCGLEITLDGAQAAVVSEDRVLVTTKMGALFL
LALHTDGRSLRRMMLQRAGGAVLSSGMCLLSRDLLFLGSRIGDSLLVKFTPKSEPAAPLMLPKGEDDEETVDEVEKGSGK
RSKSGDGAAIRKRAKSTEDPPPAPSTPSPEDDDDELEALLYGTTKAESVIGDETTQTAEKKREGLAGVVPGLKVAGYDFK
VKDSLLGVAPVVDITVGASAPVGTDTAERTELVTACGQGKNGALAILTRGVQPELVTEVEAGTLPTLQGLWALHDRKEGT
REVREPFHNHLLLKLQEVSASLEFITDQATLAAANFFGHFCSLQITETSIRILKSGMKVQDVTLADIKAPKGSVIASAEI



LDPYIMIRLSDGTLRLLAGDEKKMTVSLMESGAMPTSSRRTRLVEALKKSGWIHRSATNGTITGLEGSKKSGASNQKEAI
VAIAREGGSLELFSLPSCTRIWNADGLSEGSRVLSPTRPVHSELRIPEIVDIRIDSFEEAHERPLLTAVRGDGTLLLYRG
FIVPAGTTCEGSEEPLARGELRFSRVNIDVEGSGLNVAGVGVAGQVRDSLAGTRLTRISNVGEGQGLQGIFVAGPNPLWL
IVRRSRVLALPTRGEGEIVAFTDFHNVNCPYGFILGTAVGGVRICQMPSKMHYEAAWPVRKIALKCTPHAVAYLPDFKLY
ALVTSANVPWVDREIDGENVHGLSLSKARRERAKAHDDMELQYSVRLLVPGSLDCVWQHTLEPGEHVQCVRNVQLKDINT
GHSLSYLAVGTAMPGGEDTPCRGRVYLFNMVWERDSESADGYRWKGQVCCVREAKMACTALEGLGGHLIVAVGTKLTVHT
WDGRELNSVAFFDTPIHTVSINVVKNFILVGDLEKGLHFFRWKDTGFEKSLIQLSKDFERMDVVSSEFLIDGTTLSLLGS
DMSGNARTFGYDPKSIESWKGQKLLPRAAYHVGSPISRMVRFNVEGSKSKMASTDGKPKGANRFAVFFGTLDGALGIFMP
TDPVTYEKLLAIQRELTTAVRSPIGCNPRTFRTPKVFEGKHVQLRAPLDVLDGGLLSKFETLTFSEQVKIASSAQVDRDL
TLGLIQQLSASNAFLTKKEGFFRHFSTSFVITHRRARETMPAALASPKTLRLQYFNIEGPAEKSRLAMRIAKIPFTDDRV
DFAKWPSEIKPTTPYGQLPLMHVDESHTIAQSDAILRYVGGLSKTLYPADVETRTAIDEALSLVDEMNQSWYYALVAGMN
PAKLGHDVEKGSEEHGAVTKKMRERWMADEFPRYAGFLTKRVEGGKMLVGDAVTIADCAVIPLLRRFCSGDVDHVDPTCM
SQFPEVKAYYDRFHAIPEVAAWYEERAQAQKAA                                               
>Otau_XP_003079841                                                              
MVHLYNLTLQKSGGITAAAYGNFSAAKAQEIVVVRNKVIELLRPDDSGRVQTVSSMEAFGVVRSICALRLAGANRDYLCV
GSDSGRVVILQFKKERNAFVKVHQETFGKSGCRRVVPGQFVCADPKGRAICLGAMERSKLVYVMNRDNEANLTISSPLEA
NKSHAITYHMCALDCGLDNPVFAAIELDYGEVDDDPTGEVVAETQKHLTYYELDLGLNHVVRKWSEPIDNGANHLIPVPG
GSDGPGGVLVCCENFIIYRHQDHEEVRAVIPRRTSLPGDRGVLIVSSAGHKSKKSFFFLAQSEYGDIYKLSIEYSGDKVS
EVKVKYFDTIPPCVSMCVLKTGFLFAASEFGNHALYQFAGIGDDDAVESSSASLMETEQGYEPVFFDPRRLTNLYPIDKI
DSLCPILDMQAHNLTEEDTPQLYTLCGTGARSSLRILRQGIGMNELAMSSLPGQPNAIFTVKKKSSDQYDGYIVVSFLNA
TLVLAIGDTVTEVSDSGILGTTMTLQVCLMNDDSLLQVHAGGLRHIKADKRINEWRTPGRKQISKCTCNSKQVVIALTGG
EVIYFELDSAGQLIEVEKLETNGDIACVDIAPVPEGALRSRFLAMGSYDGTVRVMSLNSDDCLQTLAVQALKGSTPSSLL
ILQTAGTESLQGSLLLNVGMANGVLMRATLDQVSGQLSDMRVRFLGTRAPKLVRTSVRGESALVALSSRPWLGYSEKGTF
VLSPISYVALEEVCSFSSEACPEGVVAISNQTLRIASVERLGENFHQTTIKLRYTPRAMSANPDTKMVALIESDQCSVPV
GERESPEATSADEASEANGDEDELNMLPVEQYGAPKSSPGTWAACVRIIDPKDAKSQYVLELGKNESAISICHVYLTGPN
ELLLAVGTAQNLTFAPRNCDGGFIHLYRYGTDSKTLSLVHSTPTEGPVGALCGYRGHLLAXXXXXXXDRIYVGDVQESIH
FVKYKADEGSMYIFADDTKPAYMTAALPLDFDTLAGADKFGNIFVNRLPKDISEDMDEDPTGGKNIYSQGVLNGAPNKSE
TCARTFIGETVCALTKGALQPGGIDIIMYGTFLGGIGALVPFQTRSEIDFFITLEMHMRQEASSIVGRDHMAFRSYYAPV
KNVIDGDLCEQFGALAPEVQRRIAEDMDRTPGEILKRLEQIRAIAV                                  
>Mpus_Micpu29097                                                                
MSFAIHKQVHPPTGVDHACAAYFTHPIGSGAPPNLVVLQANRLTIYAIRRDGDARDNPSGNATKEADDAAIAASLVADAI
SGAGATASATIDADDAEVSLEVVAEFDLNGTVGSIATLRRRFGAPREQRDALLLAVRESKLSVVEFDPSTLSLVCSSLHS
WETPPGAGGVPSALRLAPTPPVVVADPEGRCAAVLLRAEGGTRLALLPTDNDAMDVDGGDGSEGKGRRTLRGTAAAVKKS
YVVDLVREMGVRYVRDVCFLHGYGEPVLLVLHEERLTWAARATLVKDTMRLSAISLNVDARKHTVIWRRSALPHSCYRLT
AMPAPLGGAIVLSQNFLLHESQESSAALALNPLAGGGRGDDPAAKAAAAASAAALDGAYAAVISEKQALVTTKAGALYLL
SLRIEGRRLATRGGMHLKRAGGAVLSSGMCLVTRRLLFLGSRVGDSLLVSRCSTARASTAAPGRRPRAAAAAATTAAAEV
RLLPIRPQIDGVGGVSAASLRAAAAAHRAPDHPGYTFTVRDSVLGISPVIDLTVGASASVSGDTIERTELIAACGHGKNG
ALAVLQRGIQPELVTEVESGTLPGLKGTWTVHHDSADNERLRGSAAAAAAQAVDPYHAYLVISLASSTMILETGEELKEV
SEHVELVTDAATLCAGNAFGRERIVQVYDKGVRVAAGPVKVQDIASTELVADAGDGEGIEIVAAEISFPYVLCRLSDGSL
AVLKGDEESKTLVKLDVDALARLPPGGGIACATLVDDSTPAAAHGGLHDRSPGFLKRATTATATTTTTTASASREDGDDD
DDSRRPMFLAVTRTGGALELYSLPSCDKAWTANGLSEGVAVLSPAGSASAALVDRDAAAAADAGADRAPEIVELRVDAFA
RAHERPLLTALRADGAVLVYRAFTCAVAGPGGRALTQLRFARVPVELEGGGGGAVDLSALPGSRLTRFERVGDRGGIRGV
FVSGPQPLWLLARRSRVLALPVRGEAQRVVSFTAFHNVNCHAGFILGTAAGGVRICQIPGRMHYEAAWPVRKLALRCTPH
HVQYLPDFKLYALSTSAPAKWVEPEVAEEDIHAATVVKTRRAKAMARGGVEEQFAVKLLVPGSLETAWSRTMDPGEHVQA
VKNVQVRNLRTGALHSMLAVGTAMPGGEDTPCRGRVILFEISWQMVDGETRRVPLLLLFFDDALAALSGLEGHLVVAIGT
KLIVHAWDGAELIPVAFFDTPVHTVTINVVKNFVCIGDVQKGAYFFRWKDDPRTGEKNLIQLAKDFESMDVLSTEFLVDG
STLSLLAADTAGNAYVFAYDPKSSESWKGQKLLTKASFHVGSPVHRMVRFKLKTPTGAGNDGRAAPTPAEIKANANRHAV
FFGTLDGSLGILVPMESSTHAKLEVLQRWLNYNTAQNAGLNGRSYRAPKTTEGRAMRSPAPHNLLDGEMLQGFESLAWTK
QAEAADAAGMTREEALTYLHTLSAKTAFM*                                                  
>Mpus_Micpu172670                                                               
MHLYNLTLQKGGGIQCAVYGNFSAPKAQEIVASRNKVLELLRPDDAGKMQTIVSTEVFGVVRSLSAFRLTGANRDYVVVG
SDSGRIVVLSFDKEKSAFVKVHQETFGKSGCRRIVPGQFLAVDPKGRAVMIGAIEKSKIVYVLNRDTSANLTISSPLEAN
KSHVITFAVCALDCGLDNPQFAAVELDYGDADQDPTGEAAAEAQKHLVFYELDLGLNHVVRKWSEAIDNGANHLIAVPGG
GDGPGGCLVCAENFIIYKNEGHADVRAVIPRRSSLSGDRGVLIVSSATHRTKQQFFFLAQSEYGDVYKVTVEWTPGSETV
SEVKIKYFDTIPPCASLCVLKTGFLFAASEFSNHALYQFQGIGDDDDDVESSSATLVETDEGYQPVFFEPRALRNLHPID
EIESLCPVLDAQCHNLTSEETPQVYALCGAGSRSTLRVLRQGVALSEMAVSPLPGNPNAVFTVKKNIADEFDAYIVVSFV
NATLVLSIGETVEEVSDSGFLGTTPTLSASLLGDDSLLQAHPGGLRHVRADKRINEWRCPGRKTITRVACNNRQVVIALS
GGEIIYFELDSTGQLMEIEKLETNGDVACLHVGPVPEGSLRNRFLAVGSFDSTVRVLSLSADDCLQTMGVQALAAAPCSL
LMLQTREGGLYLNVGLANGVLLRAEVDRVTGQLSDTRARFLGARPPKLHGATVRGQPAMLALSSRPWLGHVDLQRRFALA
PLSYEALEHAADFTSDQCPEGVVAVAGSTLRIVSVERLGDAFNQTSCKLRYTPRQLTVHPDRGIVAIVEADQSSVPYDER
AGPEGVAGEKKVKEESAAKMEGVEGGGVEDDDDDDDDDEFAMTPAEQFGAPKAPPGSWASCLRIVHPADVAKENGGAKQV
IEMTGNEAALCACHVYFPVANEVFLAVGTAVGLTFAPRDCDGGFVHLYRYLEDGTVTLVHKTPLDGVPGAMCGFKGRLLL



GCGNALRLYDFGKKKLLRKVENRNFPNFITTVHASGDRIYVGDVQESFHFVKYKREDLSLIIVADDVQPRHITAALPLDY
DTMAGADKFGNVFVARLAQDVSADIEEDPTGGKASGGTLNGAPRKVEHVAQFHVGETVCALTKGTLQAGGLECMLYATLM
GTVGALMPFTSRADVDFATHLEMHVRQENPPLLGRDHMAYRSAYFPVKDVVDGDLCEQYVTLPAETQRAIAEEMDRTPAE
VMKKLEDLRAKIA*                                                                  
>Mpus_Micpu175107                                                               
MTTAAASPTDVTSGQYNYVVTAQKPTSVTHSVVGNFTHEDELNLVVAKCTRVEIHLLTPQGLQAMMDVPIYGRIATMELV
RPPFEKKPMLFILTERNMFCVLSYDAAKGELITRAMGDLTDRVGRPSECGPIGAVDPECRMYGLHLYDGLFKVIPMDQTG
QLREAFSVRLEELQVFDVKFLAGTPKPTIAVLYQDTKEGRHIKTYEVCLKDKDFNPGPWAQNDVESGSRFLIAVPAPLGG
VVVVGEKVIAYLNKETTHGVGDGGGGGGGGGGGMIVKAIAMQSDATIMTYGAVDKDGSRYLLSDSAGRLHLLVLMHDKTR
VRALKLESLGQTSIASSLSYLDNGVVYVGSAYGDSQLVRLHSTPIPIAGGGGGDGDGGGGGGGEIVPVDSGAVTDAPNYV
EVLESFTSLGPIVDFVVVDLDRHGQGQVVTCSGVHKDGSLRVVRNGVGIHEQAAIELPGVKGCWALKNADDAVSDTFLVV
AFIGETRILAINDKDELDETEFEGFAGDERALACANVDGGYACQVTSGGIRLVDVATGALRARWTPEPGERVSVAAANRT
QVVVALEGGTLVSVAAGGGGDAMDVDDASPLLRELARVNVGHEIACLDVTPLADPRAASSEICAVGLWSAEVRVLATATL
EELSSAPLTDAEVIPRAVLLCSFEGIPYLLAGLGDGQLFTFALMGERSGIIGDGKKLSVGTQARSIHWFPYDRPITLKTF
RNKNTTHVFAGSDRPTVIYSQNKKLIYSNVNLREVLHMCAFNCDAFPDSLALASESELTIGGIDDIQKLHIRTVPLGEQP
RRIAHQPASRTFAVLTSHVSDVTNEESFYVRLFDDVTFETLFKYRLDVGETDSSIISCSFADDPASYYVVGTAFSLPEEV
EPSRGRILVLRADEGRLSLVAEKEVKGAVYNLNAFNGKLLAGINSKVQLFKWGGAVAMADGGGGGGGGGGAPAAATTCEL
ASECSHHGHIVALYVDVRGDFIVVGDLMKSISLLVYKPDEGVIEERARDFNPNWMTAVCALDDETYLGAENSFNLFTVRK
NSDAAADEERSRLDVIGEYHLGEFVNRFRAGSLVMRLPGDGDGAGLGLGLDASNEAPTQLFGTVNGAIGVVASLPESTHT
FLAALQKAMNKVVSGVGGFSHDAWRSFHNEHRSRLVEARGFVDGDLIESFLDLRPEKASEVASVVGVGVEELTKRIEELV
RITH*                                                                           
>Cmer_CMR264C                                                                   
MSTDSLEPVSVSESVAGAPAIEESAQLPLEESIGCGLYVVTAAQPSIVTHARVARFISPDQPSVLLVRLNRIEVYEVSTD
STKSHESALVAYANLPVFGRIAALEVLPGVGLCERATARGTRVASPVGALQPSERLSSLNLHGGTPRSGSKRARTSSRHK
VEAPLKPVPETARTVQVLPSDAGDQSTDAVFILTERLDFAVIKYDTRLQGVATLVAGSLASKLGRRCPLGEFVALDPSAR
CLAVYAYDGLLKVVPGSLMGEAFEVRLDVVQVQSMEFLIGTEHPTLAIIHTDYLHNRHLVSYEILLGRQDVREGPIAQQY
LDASAELIIPVPPAPNDSANDGACGGFVVACDTSLALHPGRSGVAKQVIHFHGGQFAPMRCFCPISGIGGSSKSASVEAN
RQDHFETGLEMLAAAGYHAHYLLGDRDGFLYVLSVGAEVGMRLECVCESSVASAIAYLGSDLVFVGSALGDSQLVRLLPS
QTESPELVQTTLFATASASSHERRESRAERAECQLWFGQVVQCYTNIGPIQDLLVTGDDSFSDGHIITCSGVSRMGSLRI
IRNGIGFVEHAAVELDGIKALFTLPSLTSPEWDEFLVVSFTAETRVLRLAAHDELVEVESLAVDEATILAMRLPAEQLAL
WVTASYVGLVDLTLLERPAVAWTPPSSEQITNAVFDELHKLVLVSTSNAQLYVLQQRKTSLVPVGSQTLPAEVACIHAAY
GIVALGTWAESRIRLFRLHEDTGNRWELECIRESALPSTSVPRSVLLTYLDDHGGLMADHGGRAHLCLLVAVGDGRLFAF
NVSQPDAKRSGPEPEDLSKCELQLQHPRQLRLGSRPAALNNLQLHGMRYVFAACGRASVIHAHHGTLFCGNVNLRDVTRA
VRFHTKGFPDSIAVATEQGLALGGIEHIQQLHIRRHDLREQPRRIAHLRGYICLLTVSIVFGEERHHVRLLNDETLETIT
SHDLAMNEHGLSLVAIPERDVFVVGTAYVLPSEMEPSRGRILVFSREELLLLNELYTPGAVYTMSALADPSDRTCRFPAS
AARFLAAGVNNVVILYDWGQSGHGDDYELREVARHLGHVLVLRLEARGDQLLVGDLMKSLCVLQLVLPEGETSDGASPCL
KAVAWDYETAWITACAFLNEDTYLAADNSYNLLSLQRNPHETRSEFRHALNRAGAFHLGDLVNVFRRGKLVTEASGNEEA
GTGNGHSTIDTESTRDVARASTGTTTADNVSRQTLLFATTAGAIGIIVPLDPAQHRMLSRVEKALRSLTDHPAEAGAADN
GHERVRRSPLTSIRLGVEGFAHADWRTPLSERALNSLHSMTCFDLPRRGFVDGDLVERFRELEPTEMEFVAAQVGASIEH
IKLLVDDLARLH                                                                    
>Cpar_277Contig10358                                                            
MFLYSLTLQQPSGIVNAVFGNFSAPKAQEIVVGRGKVLELLRPDENGKMHSVLAVDCFGIIRAIMPFRLTGTKDFLVVGS
DSGRIVILEYNPTKNTFDRVHCETYGKSGCRRIVPGQYLAVDPKGRAIMIAMEKQKFVYVINRDAAARLTISSPLEAHKS
HSICWALVGVDVGFDNPVFAALEIEYAEAESDPTGEAAAQTQKASPAAGAAGRRGAA*                      
>Cpar_278Contig10358                                                            
MLVYYELDLGLNHVTRKWSDPVDDTANLLIAGAAPGGSDGPSGVLVCCENFIVYKNQNHPDIKCYFPRREGQSEERGTLI
DLFFFLCQTEYGDLYKVSLATDEESNVRVKYFDTINTSNAICIMKHGYLFAAAEFGNSLHQFQSIGDDDETAECSSSQML
EEGPDGVERVSPRNLLATDDVDS                                                         
>Cpar_12468Contig57864                                                          
MKDGSLRVVRNGIGINELSAAEQPGIKGMWSLRASSGAVHDTYLVQAFIGDTRVLGLTGEELSEAEIPGFASDEATLYCG
NVEPDMWLQATGSSVVNQWTPPPGLKINVAAANATQ                                            
>Cpar_22967Contig38127                                                          
MAYHYVVTAHKPTNVTHSVVGNFTGPDENNLIIAKCTRLEVHRLTLEGLSPVLDTAIYGRISILELFRPPNENQDLLFIV
TERYKTCLLAYDPKTKEIVTRASGDVMRIGRPTDSGHIGLVDPDKRVICLHLYDGLLKVIPIDPKGNLKEAYNIRLEELH
VVDIKFLHGCPGRPTICEKDFSDGPWRQPNVESGTSLVIPIPSPFGVVIVGEQTITYLDGTHQHRSISMKPTQVKAWGMV
DPDGSRILLGDHNGSMCVLVLQHDDSKVARPAGGSGLR*                                         
>Esil_CBJ27162                                                                  
MHVLSLNLQRGGGINASAYGNFSGTKKTEEIMVARGSMLELLRIDPDTDKLVSILQQPAFCVVRSLIAFRLTSTHKDYCV
VGTDAGKVTILEYLPETSELKAVHMETFGKTGCRRIVPGQYLAADPQGRAIMISAVEKQKLVYVLNRDTASRLAISSPLE
AHKSHAIIFHTCGVDVGFDNPIFAVIELDYSEADQDSTGEEAANTEKQLVYYQLDLGLNHVTRLWSDPISRGASLLLPVP
GGEAGPSGVLVCGENWVAYKHQDHPEVRAPLPRRKTMPTGRGLLVTSGTLHQQPGLFFHLIQSELGDLYKVSLVVNDEQT
EVTDISIEVFDTIPVANSLQITKKGKLFCASEFSNHMMFHFHKMGGEEGAVVATQCADPELDDSSESAAQVAPTFTPSAT



LKNLWGLDEVESLAPLTDMLVGDLAREDTPQMYTLCGRGNRSTLRILRHGLAVTELAENDLPGVPSAVFAFKERLTDDYD
RYIVLSFTNATMVLEVQDSVEEVENSGFLATSSTLDVKLMANNKILQVYSHGLRVIMKGQPPQEWRAPGKKQIEKACANE
RQVVLALAGGEIIFFELDEAMQNIQEVGTKQLGGVEIACLEMGEVPKDRVRAPFLAVGDWNGNVKILGLSPENLLEQVAM
INLPHPAESLCLAHMAAEQAAGGSNEQLFLYIGLASGVCQRVAVDATAGTLSDPRQRFLGSKPVKLFRIQVQDKRGVLAL
SSRSWLSYNYQGRYQMTPLSYDPLDFAAEFSTEMCPEGVVAVSGEKLRIFGVERLGEVFNQAALPLKYTPRQIALLPGDA
QHLVVVEADHNEYNETQGQAVKKEAEEGEKEDPAGGGAGDPAENGKQEEASKGDAAAAGGAAAGAEAMDQDEEEKEVEEE
EEDDDEAAAAMMPIRGPLPPQDGSWASCIRLLDPVEGTTVECLDLDDNEAALSVAPVAFHNRNGEAFVAVGTAKSLTFHP
RGHEGCFVHVYRILENRLVLLHKTEVPDVPLAMKEFQGRLLVGVGQSLRMYDLGRKKLLRKCENKRMPSMVVSLTVTGDR
VFAGDQMESCHCFKYRRAENRLVEFADDQVPRFMTKTCLLDYDSIAGADKFGNIFVLRVPLDVSDDVDNPTGNRLLWDSG
HLSGAPNKVQQQLQFHVGEVVSSLRRTTLVPGGAEVLLYSTINGSIGALLPFKSRDDVDFFTHMEMYMRQEKPTLCGRDH
ISYRSYYLPAKDVIDGDLCEQFSSLPFEKQKLVANGLDRTVGEVVKKLEDTRNRLL                        
>Esil_CBJ26578                                                                  
MSQQYVATAKKATAVSKSLVCHFTGPDDLNLVIAKGAHLEIRAITAEGLQHRLDVPLYGAIATMEAYRLADENCERIFVL
TERYQFCVLQYDVSRQEIRTRSSGSVKDRIGRAIDNSKIGVMDPQSRMIGLHLYEGYFKVIPMDAKGQLKDAFNIRLEEL
EVLDIQFLSGCPKATIAVLYQDQRNARHIKTYTISTRDKEFDTGPWAQLNVEHNASELIPVPAPFGGVLILGHQTICYHS
GKAFITIPIQNTRMCAYGWVDADGSRLLVSDHSGGLHVVILTPDATNTAVETAHIEALGETSCASSISYLDNGVVFIGSA
SGDSQLIKLNPEKDAQGTYIQVLETYDNLGPILDMCVADLDRQGQGQAVTCSGCSKDGSLRIIRNGIGINEHAAIELAGI
KGMWSLRPSNTNHDKYLVQAFISETRVLAFEEDEDGDHQLAEGEIAGFQEGCTLFCGCVGGNMAVQVTKRGVVLICCDGL
QEIDRWDPPTDLNITVASGNATRVVLALGGGNLVHLEVDATAKKLVQKARVQLDNEIACISLNPPSNQPVSNAEPATTAM
ECDEESKLDSLVAVGMWTDMTVRLLSLPDLQGVSSQPLGGDTQARSVILATIADVHYLFVGLGDGHVVSFPLEVTAESTL
ALGTPKKVALGTQPVGLACFRNNGMVCVFVASDRPAVIYCSGGKLLYANVNMGEVNSVCSFDSSELPHCLALASENSLTI
GTIDDIQKLHIQKVSLGEAPQRITHHDSGRMFGIITTSYRAVENSDEEEEHNFVKFLDDTNFEELYCHPLDAFENGSSMV
SCVFANDKKEYLVVGTGYVREDECEPAVGRLLVFSVEGQGAERKVDLAAEVETRGAVYVLNGFNGKLLACINSKVQLFRW
IEKDDGIQELQTECGYHGHILALHMQSRGDFIIVGDLMRSVSLLVYKAVDGAIEEVARDYHANWMTAVEMLNDDVYIGGE
ADCNIFTLRRNADAATEEERARLEIQGEFHLGEFVNKFCRGSLLMQSSEVNSPGGMDSPLVKGQPLLFGTVNGMVGTILT
LTEDNHRFLAQLQTAMTKVVKGVGGFSHDEWRSFTNGRRTSPSSNFIDGDLVESYLDMPRHNQEEVLRHVDTPVGDKQWA
VEDVVVRVEEMQRLH                                                                 
>Ngad_03046                                                                     
MASPNIAPPLNLLNLTMQRPGYIHAAASGNFSSPKAQEVVVIRGTSYLELLRSDAERFKITPVCTFNTFCNLRCLLTFRQ
VGTNKDYLVVGSDSGRITILEYVVEANEFRTVHCETFGKTGCRRIVPGQFLAADPLGRAIMISALEKQKLVYVMNRDAGG
RLTISSPLEAHRSHALVYATVGLDVGTENPIFAAIEKDYSEADQDPTGEAAAETYKQLVYYELDLGLNHVIRKWAQPIAS
TACSLLAVPGERFNGPGGVLILSENWVAYTHQDHPELRTPIPRRAGQAASRGTLLTAAAMHRQKDVLFYLLQSEFGDLYK
VTLDLNQERTRVQNINMQVFDTIPPANGLCITKTGLLFCASEFANHILYQFQGIDNPEAVAADSLDEEALDDEDKLGDTA
EEAASVAPTFTPAKQLKNLAAVDRMESLAPVTGMHVADLAGEDAAQLYTLCGRGGRSSLRILRHGLQVVEEASSDLPGRP
NAVWTIKGRQDEAHDRFIVVSFANATLVFSIGDQIEEVTDSGFLGTAPTLEVKLLADNAMLQVHTHGIRHIRPGRPVNEW
KTPGRKSIEQASANERQVAIALEGGDVVYFELDAAGMLMEVASKEVGLAVSCLDLGPVPQGRVGSNFLAVGGYDSTVRIL
SLEQASLLTQRSMLQLSATAESVCLAEMAKEGEGAGIGAGNAVSIPASSSSLFLNVGLSNGIMQRLVLDPLEGTLSDSRQ
RFLGAKPVKLLRVDIEDRSAVLALSSRAWLSYNHHGRFFQTPLSYQGLDYASGFASEYIPEGLVAVTGSSLRIITIQNFG
NVFNQTEVPLRYTPRQMVQVPGSSRLVLIESDHNEYNETERAFLASTGAVESDKATDKEEGEEPTKAADSVAAAAALAAA
EGALPPPPPPEEGTEDEDGAEGETFVRGPLPPVEGKWASCIRIVDGLTGETLELVELALNEAAISLTTVAFHDRGGEVFI
CVGTATDLCFHPRKHSAAAIHVYRLFDNRLVLLHKTEVEDVPKSLAELKGFGRLLAGLGRSLRMYDLGKKKLLKKCENRN
LPNLIVGLQTMGDRIYVSDVLDSVHFVKYRRLENALVIFADDTSPRTITACCTVDYDTIAGGDKVGNVFLLRLPEKVSDD
VDNPTGNRVLWDTGRLNGAPNKLDVLAHFYVGEVVTALQKVSLVPGGQEVILYATVAGTIGALVPFSSRRSKNTFFLLEM
EMRKEASLHFKRDHIAYRSYYTPVKEVIDGDLCELFRTLSAVKRRAVALEVLDRTPGEVVKLLEDFKNTIL         
>Aano_F0YME4                                                                    
MCVVEPADAEGQGRIVACCGAGDAGTLHIVHDGLDVTGTASRSPTRITNLSLILSSRGEMVIVSTEAATHAFLVANDGST
TAFPSNPQGFDETISTIYCCNLGDAAVQVTPRAISKFYTGENRRKLKTWRPKDGRITAATGNNGAVILISLSNGKLVLLD
CDVEPIASAALDDEASCVALSPSGSASFKDLGMAHATAVSVWSDPVSCVSVYDSILNKIHDPTITWQDKSSNEQTLQFVR
ALVLSEINEKPYLFCASGDGLVTVYQFACGNDVVTTTRLRAVSLGVLPARVLILGAFDRMARSVLCFSDRACVVRRGCAS
HLQWVVASAKAFGETTEWRYYIVVPLHKKATTAILACGSQFAICKIDANQGIKVVSVPLAEQPLCICHDLQSHLFAVCTI
DHREGDNQGVIRFLRDEAPYNDVHREALEPLEIPLCCSIISLDSISTYKDQRAHFVVGTAFAAQENDFEPCSGRMIIFRS
GQANVAPSVLFFVEANGAVYDVAAMRASLLVCAVNHAIHIYDPVVRDNRRGHLKPRASYDGLVVALKVQCYGNLIVVGDM
MRSVTLLNLIRQKMIIVEVACDYNTNWVCALEVIGDGSFIIADASGSLVALESLYGNSDKGYFLESRAKMHLGDVVTCFA
RGSIMTQDDWRNPKVSKVATPLIFGCVTSSRVLVLTPLIARYQVSGAIGCIVSIDDVTHSLLERLSKVLLEFHSGVGDFD
HETFQALHNNVATCNAAPMDDFIDANGHDQRAEALTLVHE                                        
>Aano_F0Y3F5                                                                    
MHFVSFTLQPPGGVVAAIYGQFSAAKAQEIVVARPGGVLELLRPDEASGKVVSVATTPTFSVIRSLAPFRLTGGSRDYVV
VGSDAGAVAVVEFDAAANSFARVHCEVFGKTGCRRGVPGQYVCCDPRGRALMVAAVEKQKLVYVMNRDASSNLTIGSPLE
AHKAATVCFHAVALDVGFDNPTFAALELEYGDCDADASGEAVDETEKMLTYYELDLGLNHVTRRWSEPVSRTANLLVAVP
GGDEGPSGVLVCGENWVAYKHEGHAEVRAPLPRRLGYPANRGLLITATATHRQRELFFFLLQSELGDLYKVTLAWAPGAG
VSDVRASVFDCIFPCAALCITRTGLLYAAAEFGDHGLFQFQGIGDDDGAAAAAAVHDPELGDDAASAATVAPTFVASDRP
KNLLLLDEPASCRAITDVYCGDLAGEEAPQVYALCGKGHRSSLRVLRHGVAVSEMAVSELPGRPSAVWTVRGRHDEPYDK



YIVVSFTNATLVLSIGETVEEVTDSGFLATAPTLDVALLADNALLQVHGEGIRHVRGDLRISEWKTPGRKAIEKAAANER
QVAAALAGGEVIYFELDASGALAELGTKELGVEVACLDVGVVPAGRARAPFLALGGWDGSLRLLSLAPDELLVQVATMQL
GARAESVRFCETPDGRLGVAAGLANGVLQRAAVDASTGQLGDARARFLGSRAVRLFRVDVGGAPGLLALSSRAWLCYAHA
GRLETAPLSYDALEHAAGFKSEQCPEGVVAIAGSTLRIFVPDKLGETFNQSALPLRYTPRRLAVLPGGGHLLVVEADQHA
YNDAERRALAAAQSLAGAPAAGGGGGGGGGGDDMDLGDGAGGGGDGAPRVAVCGPTPPADGKWASCVRVVDPVAGRTLEL
LELGESEAALSCATVSFAGRGGEVFVAVGTARSLTFHPRAHEGCYVHVYRLLESRLVLLHRTEVDDVPLGLAEFRGRLLV
AVGATLRMYDLGKRKLLRKTEAALAPTLITKVEVVGDRIFVADAAMSVHLARYVRDRNRLAVFADDPVGRCVTAFAPLDY
DTVAVADKFGNVAVLRLGPECSDDVDDAAGDAWDNGRNGGAPNKLTQLAHYHVGDVVTALRKATLVAGGAEGIVYATVSG
GVGALVPSASREDRDFFAHLEMHMRQELAPVTGRDHVSYRSYYLPVKDVADGDLCAEFARLPFDAQKRVAEDLDRTPGEV
AKKLEDTRNRLL                                                                    
>Ptri_XP_002182922                                                              
MSASTKKEAAHYVVTAHPPGGVLLTAKCNFTSPFSLDVLVAKSRRLEVRQLRTTTEGLSPFPILASVPINGRIVGLVPFK
VHGSDTSYVFVLTARQQYAVLAYDRTNSGSAAYPLVTLASGTLQSQEHAVLGQEAESGPIVAIDHFHRCIALHVYDGLLT
IIPSTRTLASQQLLGTPFHCRIEERTILHLAFLQIPFEALPQLAVLHQDARGAQHITSHVINWKRKNIFLYGSSSAPAAT
EWLQKSNVDGGSSLIIPVPAEAPPDFAPAKHRSGGVLVVGQRQLTFINNNVTKVVPIPQALHLCVEELPADPNGGLPRYL
LADEFGNLHMVTIVLVVDKVVALQIDTLGSCTLATSIAYLREGLVFVGSTLGDPQLIQIHDEPIVDVEDEEDMVGAESSY
LSVVEEYTHLGPILDFDLVPTAPGGGGLGQTEGIHGPSQSQVVTASGSSKSGSLRLIRNGIGMNESAAVEIPGIQNVWSL
RRSFADVDDTYLVQSFVHETRVLGVTTMDDMSQDEKEGDVAPGGTLEEVFLIGLKSSCATLYVGNVQAHQNGLLQITEGE
VRFATMEAVLDTWLVPSGAAITVGTANEAGQIAVALNGGKVLYLKIEEGKIRECSGQQMEREVSCLNLNPFAATSHTSSF
LAVGLWDDFTVRLFLCLITLDFSSGTSGNTTSTSTSLSSTGSGVNMLFVGLGDGTLISFAVVERGASIFVQSKKEVCLGT
QRIDLVPLCTEQGGTCVLATGDRPTVIYLAGVGGISANQFNPKLCYSNVNLSAGDDEEEDDVSRPPSQQSIVVNVATPFS
SSLLFDSATGGSQRYSLCVADDSFLRMGIIDDIQKLHVTTCRLGMAPCRIVHCADGRLFAVGCIESGIKQFSLGGDEANM
GNCIRFMDDANFDDIHRVDLEPFEMILSMVYATLRIPSDGDQSDQPVHRPFLLVGTAYAMPDEDEPSRGRILVYSCQADE
ASGTPTSTRAVRQITEMSTQGGVYSICQFYDGNFLCTVNSKTHVVQIVADCGVLRLEYVGIGHHGHIVSLFVKSRAKPLA
IVGDLMRSVSLMQYYPQHETLEEVARDFNPNWTTAVEMLTDDVYIGAENWNNLFCLRRNKAATSEEIRCRLDNIGEFHLG
EMCNKFMSGSLVMPVSSNSTTSSRRATLFGTVEGSLGVILGLDGRTAAFFITLERAIAKTIQPVGGFSHQLYRSCQAELR
VHPAHGFVDGDLVETFLDLDRRTMEAVVAEMNRDGGWEVDDFANSRSDENNDSSKDTDRINLEERSELSIDDVLAMVEEM
TMLH                                                                            
>Ptri_XP_002177167                                                              
MAPNATAATGAGVTDDDAPAVPTHSIAMKLLDVRLQPATAILTSVTGEFTDVGRHEIAALKAGGMIEIYRIVTVVTEDAD
GEDDASNATSKTVIKLILRVETRSVLRSCAVVRFPGEKRDVLAVTADSGALSILDFLNSTCKILHCAVFGKTACRRATPG
QYVASDPKGRAVLVAATEKRKLVYVLNNRSAENAATSLVASPLEAHRARTITFDVVGIDNGYDNPIFAALELQYPEQEDA
AATTWTASAVEKQLAYYELDLGLNHVSRRWATTTHRSACCLAALPGGADGPGGVLVGGEDWVEYVHEAASTSSNHIRNLA
CSIPRRELHPSDKGILITSIVVHRQKKSKFFALAQSELGDVYKIIVQLNEPDKTKVVGMEIALLDTLPNVNALNVSKLGM
LFAAASFGDHHLYQFERIDLPDAPKNTSDEATKALTASGSTVLTTALASEIASKFVPTVLQNLRKIHSLDNPSPTTGVLV
GELAGNEVSPQIYALTGSGPTSALRVTRHGASVTELAVSELPGVPGAIFTIGTGNTAGGKKLDQFIVVSFADATLVLSVG
ETVEEVGKESGFLTNSPTLACSALGSDGALCQVHPVGVRHIQNGQAKQWHCPGLKRIECASANESQVIVALAGGEIIYFE
LDPMSGNLMESATREMGADVCCLDVGTIPKGRSRSLFAVVGCRDQTVRVISLEPDKTKILSQRSSTALKARPHSVALQMM
NAGVANSNANVDDLTLIIGLDDGSSLRASIDPITGSIGTSPTRRFLGARPVAVSRISLESNPATLLLSSRPWITRRDAAS
GKHIMAPLSYAPLDHGCSFSSDAVSEGIVATAGKTLRILSIESSGMEGGDDEAFNTNKIPLRYTPRQMTLMSATPSNAQE
RKVVLVVVESDCNEYGEKTGGKEDDAMDVDSDDEGRKEDLNQGDDEDDEEEKAMRRTSIRGPVPSSPGHWGSCVRLLDPS
NSCTTLDCIEMGRNEAALCCASVRFHSKGGEPLLAVGTVTGMTMHPLKQDSSHIVIYRIVNGDRFQLLHRTSVDDGPVLS
LAHFQGRLLVGIGTTLRLYEMGKRQLLRKSELRNFPTFVKTVQTVGERAYIGDMMQSIQIVRYDVSANRLVLIANDASPR
PIVCQELLDWNTVAVGDKFGNISVMRLPRGADTSAIDVTGQRALWDSSREDMIPKLELLCQYYVGEVVTSMTRSSLVAGG
AESLIYVTVSGRIGAFVPFTNRNDVDFYSQLESELRGDASRPTGRDPQSYRSYYAPMMHVVDGDLCDAFNSLGPEKQNKI
AEKLDRTVGEIMKKLEDTRNALL                                                         
>Tpse_XP_002295979                                                              
ETRSVLRSVSAVRVSGGKRDVVVVGSDSGCLAVIDFGEEGVGRVLHCPVFGKVGCRRDTPGQYIATDPRGRATMISSIEK
RKLVYVLNRDTSGNVTMASPLEAHRPRTVVFDLVGVDNGYDNPIFASLEVQYEDYEDEDGRNGRGEEDNVPLGKLGDGFT
KQLAYYELDLGLNHVSRRWATTTHRTACCLAAIPGGADGPSGVLVGGEDYIEYLHEGMASPPIPNGAKVGKFPPKRLICA
IPRRELHPESKGILITHMTVLRQKKGKFFALAQSELGDVYKVTLQMSKEDKTIVQHMTVCLLDTLPVGTGLNISKLALLF
VPAEFGDHGLYQFDAIDIEDSAVNASSGDENAEDAFYSTSEMAASIAPTFRPTVLRNLHKVYTLDSLAPVISVLVGELAG
NEVSPQLYALCGRGPTSSLRVLRHGLSVTELAVSELPGVPGAVFNVRDDQAAKNGKFYDRYIVVSFADATLVLSVGETVE
EMGKESGFLTTEPTLACSALGNGGNGEQEGGIVQVYPGGVRHIQRGSVSQWHVPGIKKIECASANESQILIALVGGELIY
FELDPLSGNLMEAATKDVGADVCSLDVGAVPKGKSRSLFAAVGCRDSTVRLLSLAPGSLLEQKSSTTLGTTRPHSVALSN
GVGSDGAGEITLSVGLDDGSALRAGVDPITGAMSTSPSRRFLGARPVAVSRVMIEGSPSTLLLSSRPWIGRAGQGRHALA
PMSYAPLDHGCSFSNEAVREGIVATSGSTLRILSVGESGGNDVVLGAEDDEAFNSTRIGLRYTPRQMCLLSAKVSEASRK
IVLAVKAKGDDEAMDMDEDSDEDDTNMDEKKVDGDDDDEDDTTRLTPIRGPVPAVQGRWGSCVRLVDPADGCTTLDCIEM
NRNEAALCCASVRFHSRGGESLLAVGTVTGMTMNPLRHSSSHVVLYRVVNGERLQLLHRTTVDDGPVLSLVHFQGRLLVG
VGKTVRLYEMGKRQLLKKCELRGMPTMVKTLQAAGDRAFVGDMMQSMQFIRYDSTANRLVLVAKDRNPRPITCQELLDIN
TVAVGDKFGNVTILRLPRGADAGAIDVTGTRALWDSARDDATPKLETLCTYHVGEVVTSMTRASLVAGGAESLIYVTVTG
RVGAFVPFTSRDDVEFYTSLEGFLRTETPRPTGRDPQSYRSYYAPMKHIVDGDLCDAFAQLPYETKQKIAESLDRSVGEV



MKKLEDTRNALL                                                                    
>Tpse_XP_002287180                                                              
MTAASTSTAAEDPNLYEIGHYVVTAQPSGSVLAAVRCSFLAPDSTDLIIAKSNRLEIRQYQSSTNPNDDNNNSDLLPLLL
TLPINGRITSLAPIKYSSSNTDCLFFTTERGCYALISYDEQLAQLQFNAVTSTTSSTGGEETKDHDDSAIIGLHYPIQTH
ATGSFASYSSSVIAGGCQAECGPIMTVDPLNRCIALHVYDGWVTVIPINRGYDVGSARASSSSSRGGKPRGLSTGPFGDA
FHARVEERTLLSMTFLRPKSNAGGRGNSGGGVSSYYHPQLVVLHQDARGFQHVITHGVDLAKKGLVLHGSPNDSAVATMM
GVKSDEGKMPSSTMPPANERLKKSRIDGGSAALIAIPPSKTSALGGVLILGQRQITYHHTGEGITRTLPIGSSLLYSYCL
VADKDADRNINNNAPVLKYILGDSTGRIHLLTILLNVTPEGKGDGCVTTLLMETLGTASSASAVVYLGKGCLFVGSQFGD
SQLLKILDAPVPLSGGRDDEGEEKNPLEETTYLRLLDEYTNLGPIVDFDLRPCSDATSGGHGNAKNDSKSRDQHRQSLVV
TCSGVGKDGTVRLVRNGVGMREHAEVEMPGIKGMWSLRRTFADEDDSFLVQSFVRETRILGVQSGGEAEMEEEDDEDQEE
GGALAEVTIPGFSSSKSTLFAGNLLVGSSDLLLQVVEDSVRLVNSETLELVTEWSPFSNDNEGSDDDEPLGFITVASANS
SGQIVVALRGGTLVYLVVEGDASPSIRRLKRVTLDREISCIDLNPFDDTAVGGNTMDVDGGHHSKLVAVGLWDDFSVRLL
DLSSSHSVLDQVLQINLGVGNDNGGGKSAEEDDDELGESSQHMMARSLCLVTLDSHSSNSSSLINKKSDSFTGSNKVDML
LVGLGDGKLISFAVVHSAASSKKWFVHSRKEVSLGTQGIHLIPMSSGSNGTCVLATGDRPTVVYLTGGNGGGNSNPKLCY
STISLTVEDDDDEDGHASHRNVSVNVASSFRSSLLFSSSNSTSNHNYSLCVADETTLRLGMIDDIQKLHVTSYKLGMTPR
RIAYHEAGRVYCVGCIDGNAKGGNNNQVGAEINMGNCVRFFDDSTFEEINQIDLEPFETILSLVSVSLCTSSQTLTQSNS
KQDTSEYKPYILIGTAYAYPDEDEPTQGRILVVECNSGEAEPHLKSDDDMEDTYSRYVRHVTQMPTRGGVYSISPFYGGT
VLATVNSKTHLCRLSIGCDQIGELKFVGAGHHGHMLSLFVKSLAGSESESESSGTNRQAKQLAIVGDLMRSISLVEYQPK
HNVIEELARDYNANFCTAVEMLTNGTYLGSEGFNNLFVLRHNANASSEEARVRLDTVGEYHLGEMTNKFMGGSLIMPSNS
GGIMGAQNAYVGSQTLFGTVDGSIGSVLGLDGPTFAFLACLQRAILSIVKTVGDISHEEYRAFRAERQVRPSRGFIDGDL
IETFLDLNRPTMERIVKYMNDDGRWRIRDNGLGFSGQDDNEQSLMDTGAEDDVSSLANASLTVEDVLSSVEEISMLH   
>Pinf_XP_002908353                                                              
MSYNYVATAQKPTSVTHSLTAAFTGANDTNLLLAKSTRFEVHLLTPEGLQPQHDINLYGRIAIFEVFRAANEPQDWIFIV
TQRFQFCVLAYDSSAQQVVTKAHGSIRDSIGRSSEIVTSGNIDPEGRLIGMNLYEGYFKVIPIDSGKGILRDTFNIRLDE
LRVIDIKFLHGYNKPTICVLYEDYKAARHVKTYHILLKEKDFAEGPWSQSNVESGASLLIPVPAPTGGVLIVSNQTIVYH
NGSTFHAIPMQSTVIQVYGAVDKDGSRFLLADQYGTLSVVALQHTGKEVSGVHLEVLGETNIASCLSYLDNGVVFIGSTF
GDSQLIKLNADRDETGSYIEVLDSYVNVGPIIDFCVMDLDRQGQGQIVTCSGADKDGTLRVIRNGIGINEQASAELPGIK
GMWALRETFAAEHDKFLLQSYVSEVRILAIGDEDEMEEKEIPAFTNVKTLLCRNMYGDYWLQVTESEVRLISCSSFSLSS
TWSPASGSRITVAAANPTQVAVATSGGVLVYLEIENGQVVEKTTVKMEHELACVDITPLTSSGAGDGDVAMTGSSTHWDM
AALRSTLCVVGLWTSFSVCVLQLPTLEKRTTEALGTDLLPRSVLCNTFEGKDYLLVGLGDGSLMNYELDVQQGALGTRKR
VSLGSQPLSLSTFRSKNMTHVFAACDRPTVIYSNNNKLLYSNINSKEVNVMCPFDSESFPECLALSSEEELTIGTVDDIQ
KLHIQTFHLNEWARRIAHDPESHTLGVLTVSFTVDDTGEEVDQGFVRLFDDQTFEVLHSYRLDPFETPCSVVVCPLAGDS
VNASYFVVGTAYIHEEEAEPHQGRILVFAVTGIHGERKLQLVTEKEVKGAVYCLNSFNGKVLAGVNSKAQLYKWSENTDN
EKELVSECGHYGHTLVLYMESRGDFIVVGDLMKSISLLSYKQLDGTIEEIAKDLNSNWMSAVGIVDDDTYIGSETDFNLF
TVQRNSGAASDEERGRLETVGEFHLGEFVNRFRYGSLVMQNSSSTSQTPSGVVSTGPTAMVDVGESAPAAPVVQNQSMLF
GTVSGMIGVILPISKDQYSFLLRVQQALTHVVKGVGGFSHKDWRTFENRRSVSEARNFIDGDLVESFLDLPKPQMTKVVD
KLNSDGMLDGTDQFTVEDLTLRIEELVQLH                                                  
>Pinf_XP_002904206                                                              
MHLLNLTLQPPTGVHLAVYGNFSAPQAQELVVARGDVLQLLRPDESGRLEVVISTQVFGVVRALQPFRLTGGDRDYLVVG
SDSGKIVVLEVNPTSSRFEARQSETYGKTGCRRITPGQYLAADPKGRAVLIGAVEKQQLVYVMNRDASSRLTISSPLEAH
RSNAIHLGVVGLDVGFENPIFASLELDYAEADADPSGQAAREVVKTLVYYELDLGLNHVTRRWSEQVVRSANRLVAVPGG
GDGPGGVLVLGENTVQYKNEGHPELTCAIPRREGEHRDIIIVSAATHKQRDLFFVLLQSELGDLYKISLDYSGNVVEEIK
IQFFDTIPVASSMCITKTGLLFCASEFSNHYLFQFLSIGEGDDAAKCSSLAMDPTEFSTFPLRKLTNLALASSSASLSPV
TQLLVDDLANEQTPQMYALCGNNNRSSLRVLRHGLPITEMAASALPGVAKAVWCLKESYADPYDKYIVVSFEDATLVLEV
GETVEEVAQSGFLRDHGSLLVALLEDDSKLQIHTNGIRHVPKFQPVTEWKAPGKKVIEHCAANSRQVVISLAGGEIIYFE
LGQSGELAEKGKLDLGFEVCSLDLGEVPEGRQRFQFMAVGSWDNTVRILSLDPNELFRQKSTLALTSHPHTLCLAQLQNE
PSTPDSEHSSQALFLSIGLDNGVLQQSLIDPITATLADSRSRFLGTNPVKLFRVAVEGKRSILALSSRAWISYFHQTRRH
LTPLSCELLSYASSFNSEQCPGGIVALTNEGMKILTVDQLGDTFNQQKCNLRYTPRKAVVHSPSRRLVVIESDHNEYGAA
YKRQHGLQIPDIRSANDLEDEAEDEINDALLFPRGPLPAEKDKWASCVRIIDPASCQTVVCEELDVDERARSIAACVFHD
RGGEAFIIVGTVKKMQLHPQKAPAGGYLRVYRVVEGMQLVLVHTTEIDDIPHAMCEFQGRLLVSVGRALRIYDLGKKKML
RKCENRNFPSILVELKAAGDRIYASDMHESFHFVKYKKDENQLVIFADDCVPRFITSSVLLDYDTLCGADKFGNVFVSRL
PSEVSDEIDNPTGNRILWDSGLLNGAPNKLEQVAQFHVGDVVTSMVRSSLVPGGTEAVIYATIMGRIGALIPFTSREDVD
FYTHLEMYMRQEQPPLCGRDHLSYRSYYIPVKNITDGDLCEQFSSLSVEKQASVAEDLDRTPAEVLKKLEDIRNRLL   
>Pinf_XP_002900929                                                              
MFSFEEDAIGPGATLKGEKNGREQLLGLATQASARVDPQTRYSEEEDDDEEEKKLEQLVNESKHRGVTSDMNNTLNALLD
KSVKVGAKRKRNHMSGLMPNDITGREFLLRLREVEITGKVIDLAFLDGYLEPTLMVLHEENDKNSTCGRLAVGFDTYYLT
VISINMKTRLHPKIWTVKNLPSDCFRLIPCRAPLGGVVVLSANAILYFNQTQFHGLATNVFASKTVNQSVFPLSDAVYET
PEHETAQLNVVLYDCQFEYLQDKELLLTMPCGQVYVLSLPYEDTSSRGLYGFGGVSSGRNASLSLRMLRSSIQASCVCID
DEKQTLFIGSRSGDSVLFALDKKKLVTATEEEQKDEEMPIKEVVIKQESAPEIKSEPAEEEEEDEDDLFLYGAAPTKEEP
AATSSTECTNGVGVSSVKTEENGAPEQDTGPYDYELRQIDVLPSIGQITSIELGVENNADSNEKREELVISGGYERSGAI
SVLHNGLRPIVGTEAELNGCRAMWTVSSSLPSATRSSDGRSYNAYLILSVAHRTMVLRTGEGMEPLEDDSGFYTSGPTLA
AANLFNKQRIVQIFKQGARVMMEVPEEETSNGQEKSGKAEGAEDEEEDDEDDGPRVKLVCTQEITLEGDVECGGMNVDTS



SVGIVSVDVVDPYILLLLTDVSVRLLMGDEEDLELSVIDPEIDYAEGISEANGSADMSKHGSSSACLFYDWAEDDDDMDA
LYSSKPSPKVATMNATKSMPSTATPRNEDGSVSIPLLQQKDAKMMCSMCFGDGSLHVFSLPDFKKRGVFPYLTFAPQSLV
NTLEHYQVGRNKTVKLSAPALGLNASTSSANDGRIKKSHTINSPVADIVIHRVGPSEGQHNAQYLSRMVMLVFLANGDLL
MYSAAPKFESLKPRANGEIAPVFHFVRVGTELITRPFLPPKARTNAHNEAGNNPEVNTSAVLAKLRAGFRYPMLTCFYNV
NNMSGAFFRGAHPMWILGDRGHASFVPMCVPSSAPPKANGTSKNAAPRVSVPVLSFTPFHHWSCPNGFIYFHSRGALRVC
ELPSSKTSTILPSSGGFVLQKAEFGATLHHMLYLGSHGPGGVAEALEAPTYAVVCSARLKPADADRATEVEGAEEELEPE
NLDPNGNPLGSNVMAPTAEMFADYETDHMAHTEEDVYELRLVQTDEFGEWGRRGVFRVHFERYEVVLSVKLMYLYDSSLM
KEEVASTSPEWNKKKRPYLVVGTGWVGPHGEDESGRGRLLLYELDYAQYVNEEGGATSGKLPKLRLVFIKEHRQGAISMV
SQLGPYVLAAVGSKLIVYEFKSEQLIGCAFYDAQMYIVTLSVVKDFVMYGDVYKSVHFLRWREMQRQLVLLAKDYEPLAV
SATEFSVFEKKLALLAVDMDENLHVMQFAPQDIESRGGQRLLRVSDFHLGVQVSSMFRKRVDASGSVVSATNGRNAAPLS
NYVNVMGTSEGGVGALVPVGERVFRRLFTLQNVMVNTLPQNCALNPREFRILKTNAQRRCGRPDAWSKKKWKKSFLDAFV
LFRFLQLDYVAQKELARCIGTTPEVAMHNLLEVQHATSTFL                                       
>Pinf_XP_002997618                                                              
MGQHFLFHRDLVAATAVHHAVNSRLSSDLQADLVLVGPQWLRIYRVEPSPSPWSVVEVSKGHVLHLMASFPLAGVAESVH
VLKFDRSLLRKKHRFLGGDEVLLLTFPLFKWVIVGYDRRLRSLATLAMFSFEEDAIGPGATLKGEKNGREQLLGLATQAS
ARVDPQTRCGAMLVYSDQLVIVPFRSESMELSFFEEDDEDFDDGEQGATTADSEEEDDDEEEKKLEELVNESKHRGVTSD
MNNTLNALLDKSVKVGAKRKRNHMSGLMPNDITGREFLLRLREVEITGKVIDLAFLDGYLEPTLMVLHEENDKNSTCGRL
AVGFDTYCLTVISINMKTRLHPKIWTVKNLPSDCFRLIPCRAPLGGVVVLSANAILYFNQTQFHGLATNVFASKTVNQSV
FPLSEAVYETPEHETVQLNVVLYDCQFEYLQEKELLLTMPSGQVYVLSLPYEDTSSRGLYGFGGVSSGRNASLSLRMLRS
SIQASCVCIDDEKQTLFIGSRSGDSVLFALDKKKLVTATEEEQKDEEMPIKEVVIKQESAPEIKSEPAEEEEEDEDDLFL
YGAAPTKEEPAATSSTECTNGVGVSSVKTEENGAPEQDTGSYDYELRQIDVLPSIGQITSIELGVENNADSNEKREELVI
SGGYERSGAISVLHNGLRPIVGTEAELNGCRAMWTVSSSLPSATRSSDGRSYNAYLILSVAHRTMVLRTGEGMEPLEDDS
GFYTSGSTLAAANLFNKQRIVQIFKQGARVMMEVPEEETSNGQEKSAKTEGAEDEEEDDEDDGPRVKLVCTQEITLEGDV
ECGGMNVDTSSVGIVSVDVVDPYILLLLTDGSVRLLMGDEEDLELSVIDPEIDYAEGISEANGSADMSKHGSSSACLFYD
WAGMFVENAWVEEEQEERHEATQSRAKRAEDDDDMDALYSSKPSPKVATTNATKSTPSTATPRNEDGSVSIPLLQQKDAK
MMCGMCFGDGSLHVFSLPDFKKRGVFPYLTFAPQSLVNTLEHYQVGRNKTVKLSAPVLGLNASTSSANDGRIKKSHTINS
PVADIVIHRVGPSEGQHNAQYLSRMVMLVFLANGDLLMYSAAPKFESLKPRANGEIAPVFHFVRVGTELITRPFLPPKAR
TNAHNEAGNNPEVNTSAVLAKLRAGFRYPMLTCFHNVNNMSGAFFRGAHPMWILGDRGHASFVPMCNAAPRVSVPVLSFT
SFHHWNCPNGFIYFHSRGALRVCELPSSKTSTILPSSGGFVLQKAEFGATLHHMLYLGSHGPGGVAEALEAPTYAVVCSA
RLKPADADRATEVEGAEEELEPENLDPNGNPLGSNVMAPTAEMFADYETDHMAHTEEDVYELRLVQTDEFGEWGRRGVFR
VHFERYEVVLSVKLMYLYDSSLMKEEVASTSPEWNKKKRPYLVVGTGWVGPHGEDESGRGRLLLYELDYAQYVNEEGGAT
SGKLPKLRLVFIKEHRQGAISMVSQLGPYVLAAVGSKLIVYEFKSEQLIGCAFYDAQMYIVTLSVVKDFVMYGDVYKSVH
FLRWREMQRQLVLLAKDYEPLAVSATEFSVFEKKLALLAVDMDENLHVMQFAPQDIESRGGQRLLRVSDFHLGVQVSSMF
RKRVDASGSVVSATNGRNAAPLSNYVNVMGTSEGGVGALVPVGERVFRRLFTLQNVMVNTLPQNCALNPREFRMLKTNAQ
RRCGRPDAWSKKKWKKSFLDAFVLFRFLQLDYVAQKELARCIGTTPEVVMHNLLEVQHATSTFL                
>Tgon_XP_002367997                                                              
MPVLYHLTLQKPTAIVHALQGNFSAPRAQEVVVSRGRVLELLRPDDQGKLQAISSTEVFGIIRSIAAFRLTGANRDYLAI
GSDSGRLAIVQFSAEKNEFERVHCETYGKTGIRRVVPGEYLAVDPKGRTLMVAAVERQKFVYIVNRDNKAQLTISSPLEA
HKSHAICHDLCGVDMGFDNPLFASLEQNVESSDRKPATPGVTVPKGLCLWEMDLGLNHVIKKATLPVPASAHCLIPVPGG
GGADGPSGLLVCCGNFLLYKKPDHEEICCAIPRRLETGSDRGLAVVAFAVHRMKDFFFILIQTEYGDIYKVEISHEEGVV
REVVCRYFDTVPVANALCVLKSGYLFVASEFGNHLFYQFTGIGSDASDPRCSSTHPLGREAIIAFKPRPLRNLALVDELQ
SLSPITDLKVLDAQGTGAPQVYVLCGKGPRSTLRILQHGLGVEEMADNELPGRARAVWTTKLSHQNAFDGYIFVAFDGSS
LVLQIGDTVEEVTDSAFLTNVSSLLVALMYDDSFIQVHETGIRHILKSKRVNEWRAPGGRRIKAAAANERQLVISLAGGE
LVLFEVDDAHTLVETARRNINVESTCMSMQAIPKGRLRASFLAVGGLDNMVRILSLEKDRNLRQLSTQLLPNDATPESVC
LATLTGLGANSTDAGKSQDNGVLYLHVGLNTGVMIRSVVDPVLGTLLDQRSRFLGGRAVRFHAVTLQGQPAILALSEKSW
LCYTFQHKLHCIPLNYDPLECVASFCSEQCTDGFVAIAGGSLRIFRCQRLGETFGQTVLPLSFTPRAMAALPHPSAAESQ
AGGDAAGADPSRRASALAIVEADHNAYDESTKAEIRRALKGIKVNQEEEEDKEETDDMQLEEKEQQDLPEDHYGTFKAGP
GKWGSCIRIVNPLMAMTIDKVSLETDEAALSCCFCEMEGLPLLVVGTVTAMTLKPKKVPHASIKVFSYDDKFSLSLVHST
PVEDYPMALTAFRGMLLAGVGHKLRLYALGRKRLLKKCEYKNLPCGVAFIRVAGDRLFVGDVRESVHVMRYRLSENLFYV
LADDVVPRWLTKGEVLDYHTFVAADKFDSVFICRVPSEAKEDELGDTTGLRLRGDTTYLTDKCFKLQSLLHFHIGEIVTA
LERATLTSAASESIVYGTIMGSIGSFSPFLTKHELDLFTHLEMVMRSEKPPLAGREHIMFRSYYHPAKNTVDGDLCESYA
LLPYEDQKRIAQDFEKTPADILKHLEDIRNRIL                                               
>Pfal_Q8I574_Q8I574                                                             
MPVLYHLTLQKPTAITKTVYGNFSGPRFHEIIVAKGQVLELLRSDKQGKLNVIISKDIFGIIRSISTFRLTGSNKDYIVI
GSDSGRLVILEYNNEKNDFVRVHCETYGKTGIRRIIPGEYIAVDPKGRALMICAVEKQKFVYILNRDNKENLTISSPLEA
HKSHSICHDVVGLNVGFENPMFVSIEQNYESLDKQINEELENENDDEDKSDEERKDNNDIINDKNVKDNKDNDFSLDYAK
KVLCFWELDLGLNHVIKKHILPIDITAHLLIPLPGGQQGPSGVLICCENFLVYKKVDHEDIYCAYPRRLEIGQDKNISII
CWTMHRIKKFFFILIQSEYGDLYKIEVDHEDGIVKEIVCKYFDTVPIGNSISVLKSGSLFVAAEFGNHYFYQFSGIGDDN
KQFMCTSNHPLGKNAIIAFKTNKLKNLYLVDQIYSLSPILDMKIIDAKNTHTPQIYTLCGRGPRSSLRILQHGLSIEELA
DNELPGKPKYIWTIKKDNLSEYDGYIVVSFEGNTLILEIGESVEEVSDTLLLNNVTTLHINILYDNSFIQVYDTGIRHIN
GKVVQEWVAPKNKQIKAASSNSSQIVISLSGGELIYFEIDESHTLVEIFRKNLNVEVLCLSIQQIPPNRVRANFLAVGCL
DNVVRLLSIEKDKYFKQLSTHLLPNNSSPQDICISEMNDNGNTMKERNIIFLNIGLNTGVLLRSIIDPVAGTLSNHYSKY



LGAKSIKICPVNVNKNPALLVLCEKTYLCYMHQGKFLYSPLNYDMLEYASSFYSPQCSDGYVAISSNSLRIFRFYRLGEV
FSQNILHLTFTPRKIVPLPFPSLFYDHDSSLELERKKKIRMLAIIEADHNSYDENTQREIQKALKDIKLSDTERRKENDN
ENNNIYSNGDVDNIDVNDSANMNEEFNSNDNISLAQNHKKDVSYNKEEEQFTDNNKNDTENVIETYENNASLNESNDEEN
EDEYYYDRIGTFKAGQGKWGSCIKIINPVNLQILDKISLDMEEAALSVCACELEALHCLIVGTTTNLSLKTKSLTSASLR
VYTYDIQYKLNLLHITPIEEQPYCFCSYNGKLIASIGNKLRIYALGKKKLLKKCEYKDIPEAIVSIKISGNRIFACDIRE
SVLIFFYDPNQNTLRLISDDIIPRWITCSEILDHHTIMAADKFDSVFILRVPEEAKQDEYGITNKCWYGGEIMNSSTKNR
KLEHMMSFHIGEIVTSMQKVRLSPTSSECIIYSTIMGTIGAFIPYDNKEELELTQHLEIILRTEKPPLCGREHIFFRSYY
HPVQNVVDGDLCEQFSSLSYDAQKKIANDLERTPEDILRKLEDIRNKIL                               
>Ptet_A0ED07_A0ED07                                                             
MQLYSLTLQKSTGIQKAIYGNFSGPKAQEIVVSKVKHIELLKINDSNGKLETIASQEVFGIIRSIHSFRFPGNNRDNLVI
GSDSGRVVVLGFDGQKNMFVKVHQETYGKTGCRRIVPGQYLACDPKGRAFMISAVEKHKFVYILTRENEKITISSPLEAP
KSHTIVFDIVGLDAGYDNAQFAAIESDYGDWQDKDSAVCTGIQTKFLTIYEMDFGLNTVRRQRSDPIHISSHSLLMVPNA
PDGPGGVIVLCEDFLHYRGPKNQEMKVPYPKNQGMPADRGAMISSFGFYKQKSSFLYLLQSEYGDLFELSLQFTKDEVHS
IRMIYFDTIPVANSLCLMRSKHLFAACEKGNHCFYKYQREETSTNIICTDSSMALEEQIFFKPQKLKHLSLLQELNNFSC
ISDLKVADLAKEGNPQIYICCAAGNRSTLRVLRHGLEITQLANTNLQAKPLGIWTLKERYEDPVHKYIVISYINKTLVLK
IGEKVEQVHDTGLEGTKQTIHVGTLIDDSQIQILTNGYRHIRKNKPPTDYIIDGKVIKGVSNEKQVAFALAGGDVYYFEL
DTTSVSGNLIEITKDQMDNEIKALELGPIEEGRQRCKFLCVALSDQTIRLLSLEPESCFERGAMQALPSEAESLCMMEMA
SEQEGQQSFTKQLFLFIGLNNGLLMRTSVDQLSGGLSDTRTRYLGTKPVKCLRITANQQQAMLALSSRSWLCYNNSGRIF
MQPLSYDYLDYASAFLAKEFQGIVGTNQSTLRIIMPERFGEIFNQQSLDLTYSPRKMIFHEPSKAIFIIESDNRSYNNIQ
QKVQEVYQTEELPEQWNQIQAEQYKWASLIRIVDATKLETVNVHQFYENQHACSICYIQFAGYPEQYICVGTVKDLVNEP
SRKFSQGFIHTFVYDNKTLKLKHSTPIDEIPYALAAWRGRLLVGAGCNLRVYEMGNQRILKKAEIKNLNSFITSIMVKED
RIYVAEVADSIHLLRYNIRDQTFMELADDILPRYVTASTVLDYHTVIAGDKFENIFVSRVPLDIDEEQEEHPYEYKMKMD
QGCMNGAPFKMDQICNFYVGEVITSLQKIALVSTSSEVVVYGTSMGSIAALYPFDNKEDIDFFLHLEMYLRVEHQPLSGR
DHMQFRSAYGPCKSIIDGDLCDQFGNMQYNKQRAVAEEFDRTPADIIKKLEDIRNKIL                      
>Ptet_A0CSI5_A0CSI5                                                             
MQLYSLTLQKSTGIQKAIYGNFSGPKAQEIVVSKVKHIELLKINESKTIASQEVFGIIRSIHSFRFPGNNRDNLVIGSDS
GRVVVLGFDGLKNMFVKVHQETYGKTGCRRIVPGQYLACDPKGRAFMISAVEKHKFVYILTRENEKITISSPLEAPKSHT
IVFDIVGLDAGYDNAQFAAIESDYGDWQDKDSAVCTGIQTKFLTIYEMDFGLNTVRRQRSDPIHISSHALLMVPNAPDGP
GGVIVLCEDFLHYRGPKNQEMKVPYPKNQGMPTDRGAMISSFGFYKQKSSFLYLLQSEYGDLFELSLQFTKDEVHSIRMI
YFDTIPVANSLCLMRSKHLFAACEKGNHCFYKYQREETNTNIICTDSSMALEEQIFFKPQKLKHLSLLQELNNFSCISDL
KVADLAKEGNPQIYICCAAGNRSTLRVLRHGLEITQLANTNLQAKPLGIWTLKERYEDPVHKYIVISYINKTLVLKIGEK
VEQVHDTGLEGTKQTIHVGTLIDDSQIQILTNGYRHIRKNKPPTDYIIDGKVIKGVSNEKQVAFALAGGDVYYFELDTTS
FQGNLIEITKDQMDNEIKALELGPIEEGRQRCKFLCVALSDQTIRLLSLEPESCFERGAMQALPSEAESLCMMEMASEQE
GQQSFTKQLFLFIGLNNGLLMRTSVDQLSGGLSDTRTRYLGTKPVKCLRINANQQQAMLALSSRSWLCYNNSGRIFMQPL
SYDYLDYASAFLAKEFQGIVGTNQSTLRIIMPERFGEIFNQQSLDLTYSPRKMIFHEPSKAIFIIESDNRSYNNVEQKVQ
EVYQTQEIPEQWNQVQAEQYKWASLIRIVDATKLETINVHQFYENQHACSICYIQFAGYPEQYVCVGTVKDLVNEPTRKF
SQGFIHTFIYDNKTLKLKHSTQIDEIPYALAAWRGRLLVGAGCNLRVYEMGNQRILKKAEIKNLNSFITSIMVKEDRIYV
AEVSDSIHLLRYNIRDQTFMELADDILPRYVTASTVLDYHTVIAGDKFENIFVSRVPLDIDEEQEEHPYEYKMKMDQGCM
NGAPFKMDQICNFYVGEVITSLQKIALVSTSSEVVVYGTSMGSIAALYPFDNKEDIDFFLHLEMYLRVEHQPLSGRDHMQ
FRSAYGPCKSIIDGDLCEQFGNMQYNKQRTVAEEFDRTPADIIKKLEDIRNKIL                          
>Tthe_XP_001032740                                                              
MMNLYSLTLLQPTAILKAVYGNFSGPKAQEIAVAKGKVLEILTPDENNSGKLRVVHSEEVFGIIRTINIFRLHGQTQDYI
IVGSDSGRIVILKFNKEKGEFEKVHQETYGKTGCRRIVPGQYIAVDPKGRACMFAAIEKQKFVYILNRDNEDKLTISSPL
EAHKSHTLCYDIIGIDVGYENSQFACIECDYGEVEQKDSAVHTGQIQKQLTIYELDFGLNHVVKKSSEPIPETAHMLLPV
PGLPDGPGGVLIACEDMLIYKGNNQELKCRYPQRFSTSKIMINSFGFLKQKSKNQNLSFFLLQTELGDLFKLQIKSTDDK
VHGLTLQYFDSIPTAISICITKTGHLFAACEKGDHLLYRFKSLGEQEERPTKTTSADFEQQAIFIPRKLVNLEQVDSLDN
LSAISDIKVNDLTGEGNPQIYALCAAGSRSTLRILRHGLQVSEYATSRLPLRPNGIWTIKQRHDEGLTKYIVLSSSKKTY
VLSIKDTISAVNDSSLDTNSQTLHAGILENNCIIQVTPESFRQIRDNRVTLYKTESNKFVKACSNSRQIALALQGGQGQP
GGDIIYFEFDLGGQLKRIEEKAKLTSDIECIDIGEVPIGRPKFKFLAVGCKDQTVRILSLEQDQYLQRLSLQALPGIPES
VSLIEMKRGTGTEQEAEEYQLYLFVGLQNGILLRATVDQVTGSLSDVRTRVLSAAPIRTCKYVVQGQPALLALSTRPWIC
YTYLGKYQMVPISYDMLEYAAPAVFNMQGEQKQCIVSTSGESVRIIEPQKYGDLLNQQVIKLRYSPRKMAIHERSHNIVL
IESDNKVYNESQKKQLIEQYYSNQNKGDLATQVDLLTAPSGNWASCVRIVDPVTRKTLNIYELENNEHALSMCMVNFDNK
DETYVCVGTVKDYQVHPNRNFSVCYINTFQLNEKLNTLELLHKTEIFEIPGALHAHKGKLLAGCGTFLRYYELGKKKLLK
KAEIKGLQSPVNGIQTFGDRIYVSMVADSVHVLKYRSKDQTFYEVCDDILPRWMSSFQVLDYHTYIGGDKFENAFVCRVP
SNADEEMEENPMAYKLRWETGYLNGAPFKTEQICHFYAGEVITTLQKASLVSTGNEIVLYGTSMGSIGAYLPFQTKEDID
FFIHLEMYLRLDVLPLAGRDHVMFRSFYGPVKSVIDGDLCEQFIKLSSGKQKVLADEMDRHPHEVHKKLDEIRNKIL   
>Pmar_XP_002786649                                                              
MPRPSTTLYPLLSKYNAQLLDLLKGEFRPVETAHILRVIYEDFDDIVRSTTSAARLLPLISSLCAVLARVMMNRTMGERS
DLPALWLLETLSNIDPESKLGDFILNQRLTLKNNGTSLKPVVFNRTMSMDDLRHQWFHIAERTALRHLPRDFDLTSADAY
AYVSTSAAEGQVEYLPPGLVSLAGFQQQSVVNVYLSSWVYPDLFTPDRAIACMRILAVAMEEHICKKQRHHDIVTCRFPK
PFLDRAGEALVEDLPRTVSMYYKSISRDDADTMVKFTGRLVRYLSCHEKPVRRGEQGMNRMKAALALRELRFGSKEAFAE
NIRKLYDACFDVKDTTALRLTLVRCGLEQACRAVRALGTDQNMNLLRQACDLLHYSPPIVSPRQPSTRATAQKPPEIRTS



PRSTVVPNAPPAEEVFTPSEGGEISPVMAEDEPSAPPLKGKPGPTLDSLPEAYRSMASTTVPPTTDRLRTDTPTYYEEAE
RKSGGMVNTGTLCYANATLQVLSRLPGILDDVGSGPITSAFSGVVEELSAVEPRLTNAEPLLVALGLPLDQEMDASEFLL
KLLDGLSRENDGKGSSLEKMICGEIKCTTQVDCPDLTCNSSTLISSDTFTTLPVAMCDCGDLRSALMEMFGKPSVVEGEV
KCGCGRATRNGTAIRRSWLDSEKLPSVLVFVLQRFAEDGRKKTSGRFLFCQDLNARPLTENRIGSPFLYDLVGVVCHEGQ
SCDLGHYVSYVRSGGLEDRFMSFDDTTVRTGLRFGPIVWETAASVYMLVYRRKTYGVDDDATEEKEAYDSSKYHSATSSG
DVEGGEDDSMGVYGEAQGKTEAPVKMDTIAQEQANLVVFDAKPLKGASGLACLVKWQVGDSSDRIEEGVVRYPLDGEHSQ
TVMARSLQNSVFCEPIVDGKCAVATTGSSLAIIDFATPGSDPVAIPLPSGVAATTLLAFRDGFMCVLTSGAVHIYSADGL
SNAVMALDATQPVRMMTWVPALECAVALCGDGPQLMRLLNPVTGEIPPEYAIENQDEEMASLGPITDLKMVSMLDRQAAT
PATLPDDTMAVGSPNGSDNGGSRLSQPACLVLSGRGQHSHLRALAYGVGMLKLGSTPLPGRATAVFTIEDEVRTRYMLIS
FVDVTLVLQLTGSGVVEVPPGEAEFVTGLPTVFACQGVQVTPAECKLVPRGGDWHPPRGCRIAAACWDGGSLIMVALGDG
EVRHRGRVVALAIDAPGLVNEVGSFDTDTEIMTVSAAHGLLALCTRGSKVAVYRYEEQQGATQLGFQALTVANVSSTVET
IHMNYVGGLHSLYLGLTNGVLMKYSMDPDLGSLGRQRARFLGPKPVRQVTTLPDETTLALGAGTFACRAYARPNEDWCVP
TTGYGVDVPVFVAPYVTEACPTGGVVYLCDQDAGSSAMVLGSLLLPVEGHWSGFHDLLEPVSLGRTGRRIVVLDAHPEGE
PGEFVIAVLARDSASKGTLNEGGSVVHLIGGRTFTMLATLKFPANEECLCMCPIVSKTALVSQQPPVLAMGIHRRGTEAG
EADSYSIRLYTYFELEPAPMTHRRYELQLAKEQPTEAAIITMTAHGDGAGLLVSLANGTLALDRLELTRQSWNKMEAPIW
LHCDHDEKCPDRIYSAARARGGLQLHGIRKRDWSLHPLCRDFGGQLGAQFASACIFDRDTVIVGDKRGGLTTMRVPGHIA
ADEKSDLAGYPMRMPLEISACFEPLAHITLGCDIPTAVCAVETSLLGALPQCIVYATIRGAIGVLVPLPDHGSAMGAGPW
KQRAQAGNIESFADSPQFLSYLEGLFRSCVCPTRPSQRQPLQPPSTGVIDGDMCEQLIGLDGSSLNPTVQQVLLEAGMLP
EGDTQSVADQIAASLDNLRGVMATAAFRV                                                   
>Pmar_XP_002767276                                                              
MPHFYNMTLSKTSAVTCAVYGNFSAPKAQEIVVARGSTLELLRPDEQNRLQTVISVNCFGLIRSLETFRLVGANRDYLLV
GSDSGRIVILEYNTTKNIFDKVHQETYGKTGCRRTVPGQYLAVDPKGRSCMVSAVERQKFVYILNRDLQSRLTISSPLEA
HKSYTIVFATVGLDVGFDNPQFAAIECQYDDFGKKGPNPQKLLTIYEMDLGVNHVTRKHSDKIPFTAHDLIPVPGGTDGP
GGVLLCCENFLSYYKQGHPVLSCAMPRRLDTPAEKGLMVVCWSRHKLKNFFFFLIQSEYGDLYKVTLSHKEGVVSEIQCS
YFDSIPVAISICVLKTGFLFAASEFGNHALYQFASLGDVTPALVTSSHPNRENAVVAFKPRTLKNLTPFDELSSLAPITD
MKVMDCFSTQTQVLQADGSGMQQTVTTGMSVGCQIYALSGRGPRSALRILRHGLTLGEAGASELPGQPNALFTIKPFGAS
YAPVAEGEVESDRYIVVSFVDQTLTLLVTSDNIHEVTDSGFAKEQPTLFAMRMQDKSAIQVMPTGIRHVAAGRRTTEWRA
PPGRQVTMAASNGSQVVIALSGGEIQLFELDADTNGHLSEVAKRDIGCEVAALTVQPLSSGRTRSQFMAVAGVDSSVRVL
SLDSDRPLRQLAAQALRTTASSVCMLQFGEGTTATIYLAIGLEDGVLVRSVVDGVTGQLSDQRQRVLGPRRVTLCPITVD
GGRPAMVAMSSRPFLCFQANDYSAAGASGGQYQCVPLTKIPALPRFDHAAPFSIENCQEGICTTSQRVLRIVSVERLNET
FNQVMVPLSYTGRKFLPLPPPRLLSGQMDAAQMDNRIMLAVMESDHNTYNEETKTEIRDALRKIKVDAGEEEDADMDPPP
ESQVNSLVGTYIAGQGKWGSCIRVVDPLTASTSFKLDLDVDEAATAMTVCYFYQLKDNRPCLVVGTATGVDPHNPSRSAH
GKCYIKTYLYDESYNLQLIHVTPLEGVPSAMYPFEGRLLVALRGSPTVAPVLRIYELGKKRLLKKCEYKFLPESGGIMWL
DVNKDRIFAADSRDSILVLRWRYSDNQMQVISDDTYPRCITAAAVLDYNTIVVGDKFDNIAVLRVPGDAKDAGAWGRDND
YASGNTFKMDLIGHFHVGETITSLQRVTMVAGGAEIVIYSTVLGTIGALYPFSSKREHGFLQALEMHMRNTAASPSLTGR
EHVMYRSFYHPIKNFVDADLCEVYYQLPAEKQRQIAVDMDKTPQEVMKKLEDIRNRVL                      
>Bnat_39736                                                                     
MHLYALTLQKATAITQAIYGNFSAPKAQEIVVARGKILELLRPDDTGKVQSILSWECFGIIRCIYPFRLLSGKRDYIVVG
SDSGRIVVLQFDEQKNKFLKIHEETFGKSGCRRIVPGQYVAGDPHGRAIMIGAIEKQKLVYILNRDGMNQLTISSPLEAH
KSHTIIHSIVGVDNGFENPIFACLECDYQDVKYDEKNKLVPPPKNLTFYELDLGLNHVTRKWSSETEPSANLLIAVPGGE
SGPGGVLVCCENYVIYKNMGHDDVKVPIPRRLGMDDDKPLLIVTSATHKQKRMFFFLVQTEFGDIYRISIQYEEDEVDDV
LIKYFDTIPPAVSICVLRTGFLFAASETGDHYLFQIQGIGEDDDTVETSMQNLNDPWKLFKPRKIKNLALIDEMESPSPV
LDTKVGDFAGEGTPQIYTLCGKGNRSTLRVLRHGLAVTEMAVSELPGNPKFVWAVKTKRSDEFCKYIVVSFDNGTIVLSI
GEKVTEVTDSGILDTQTLSLSLLNDDSLLQIHPKGMRHIRPGKPVNEWKTPGQRQIAKCAVNSRQAVVALVGGEIIYFET
DNMGQLMDLQRTDMQNDVAALALAPIQPGQRKALFMAVGCFDNTVRILSLDNNQLLSQLTLQAVNAVPSSILLTRMTAEE
GKEAKGKLFLYAGLKNGVLIRSAVDEANGTLSDDRKRFLGPREVQLREVSIYERPAVMALSTRSWLSYTYQGRFHMTPMS
YEELADVSAFSSEQCPEGIVAITDGSLRIVTLEKLGDLFNTTMLPLSYTPRRMAVHPETNHLIVIEADNQTYPLAEKKEM
EKAMNEGEGSHEDIDEEEQAKLKTFLGELYRPAAGKWASCIRVVDPKTLETVCVEELGNNEAAFSVAVIQFGSKDDGYYI
CVGTVKDLVMSPRKHSGGFINTYRLVTGSSKTELQLVHKTQVHDVCLAMTQFDKKLLAGVGRYLRIYDLGKKKLLRKCEN
KSFPTTICTLDTKGSRIYVGDLCESFHLVKYKPSTKQFYIFADTTHPFYTTSRCLLDYNTIAGGDKFGNLLVTRLPDSVT
EEKEEDPIGSKFGKGRLSSAANKMSSVVNYYVGEMISSLQKTALVPAGPEVLFFATVMGGVGIFVPFQSREDVEFFSHLE
MHLRQENPPLCGRDHLSFRSYYSPVKECIDGDLCEQFSALEYKKQVEIAEELMCTPSEVTKRLEEMRNRVL*        
>Bnat_91456                                                                     
MDGPISPKSEFKLPDVQESMVYYISNFHKIRTASRRKLSVEIPKTGRKIGFFKTSFMELEPIAPSQPGKSSVNVLEVDQK
DEQKKSSIPEVDVYSMRFSPDSSELAIGCTDGTIRIVDPQETKLLKILNNTQEQVPTTCVRYRPTVGASQKTRNVIVSST
GDGKIQHWHVPSQKKIFELEEKGNTILALDYSCDSELFASAGQDKVVRVYEEGTKSLLTELKMGLGSRDSDGHSQRIYCV
KFHPRDPNMILSSGWDDTVHVWDIRAGCSVKKWDGPHVCADSLDIFEDVVLTGSWREREGLQVWDLGTGKLLKTIDFHRK
DKQETETDHIYGAAFSMDGDLIAAGGSFTSETRIFDVRHNFRRVDKMRTKAKGVYSVTFSNSGRNLASGSKAGKRASSDL
QRRTFPAPPPRAVDRLQCTKRVHYCTNIMMITIKQTPTHTKSVNMTSTSDSNGVVERIIGWGVCLLIRNLNDCHVHSVLP
KTMSLRQCGRLIENKEHHANNAKEEDDANDTQSLPISIHKRNTFCVLAWHSPTRSLVTRASGSLHQKTFRRLEGEYGGPL
GLIDKRYGIVGLYMFEGVFQYFLTHNIKPHLVRLDELHVISMCFIEGYTRPVLLVLFTDSRDEKFLKTYYLNTSEHVLEK
GPWRDIIQIESGASRLVAVPQPGRGPGGGDGGVLVVGSESISFIDRNRRFDVRMNATRIECVDPIDTNRYLMGDIDGKLS



MVILKRDARDQVNGLQIEEHLGVTSKASTLTYLDNAYVFVGSTDGDSQLIQLSSKPSANGSFIKEVERYTNLGPIVDFCV
VDLDRQGQGMMVTCSGCGKDGSLRVVRNGIGITPDANIELSGMQGLWSLKQDEKSLYHSYLVLSFAVETHVLGVVSHAKT
MDIDADNESGDSTAKTAKLAQVLVTGFDHEAETLFTANMKGNHIVQVTPYEVRVISCLDLTLKSKWRPNQTKEEKVGEEE
KEGGQSANSTGGSASSSRSKRLQKAHGCGRYLLVALGGNEVTLLELINDDGDLVERGTKSFQTEVSCISLSADIIISAGA
GAALGLWDEQGVVVLRIPSMEVVTSKSLRIEDNDDESVVRSLIFCRLGGILRLFCGMGDGDLLVFQLEKGGGESKGDDSK
SSSCSSSSSGKIVLSGPKKVTLGTHPVSLTSFETKNGWQIMACCDRPTVIHCGGQKGGGPSTRLVYNNVNLKQVRHMASF
RTPSCPDALAFATRGSLLIGSADDVQKLHVTTFPLKEQPRRIVHQPQTNTFLLTTEPSAAAAAAAAPNTANTTTNQGGEG
EDSIRIMDGQSFEKVTGMDLLPFEVGMSATSTRFKKTGGGGGGGDALAVEGKKGSGYYYIVGTAFIRPHEDEPTRGRVLV
LQYLPTKKMLRLVAEYDTNGAVYCLSPFNGRLLISVNSVVELLEWEKFNSPRRRQIRGGFGSSSTASTSSSFREGKLKRI
ATHRGHIIAILIATHGDYFVVGDLMKSVMLLMFKEDSGTIVEVAREFGNKWMTAVDMVDDNVYLGTDDNLNLYSWKRNIA
SVNEEERQALRVAGSFHLGELVNAIRRGSLVMKVPEDHKSSSSNSNSSSGSSARRVSPGGGGTAYAALESSSPNHSSHLF
GTVNGVIGVVAPIKRKQYHFLKNVERALAQVVKGIQIDISAVVGGLRHKMFRSPVLRSQEMKMEESKNFVDGDLVEKILT
LNQDDMEKISKILKQPVESIIRQVEAAARVH*                                                
>Ehux_421023                                                                    
MANLGSAGGLHMYALTLQRASGVTGAVFGNFSAPRQQEIAVARGKILELCRPDDNGKVLTVVASEVFGTIRSIATFRLTG
GNRDYLVVGSDSGRIVILEFVADKGGWERVHCETFGKSGVRRIVPGQYVATDPRGRAVMVGAVEKQKLVYILNRDSAARL
TISSPLEAHKSASLTFALVGVDVGFENPIFAALEVDMDEVETDPDTHEPLFEKVLTFYELDLGLNHVVRKWSDAVDPTAN
LLVAVPGGADGPGGVLVCAENFIVYKNHGHADKRCPLPRRKDLPPEQGLLLVASAVHRQRDLFFIVVQSEAGDLYKVTVQ
TDGEDKDAVSEVKVRYLDSVPTCVALCILRSGFLFCASEFGNSGFYQFQGVGEDDESPSCSSLTFEGGDEAAAAAARARR
GAVVELEPRPLRNLLHVDDIDSLCPMIDAKLLELGERGAPPSLVSLCGRSARSTLRVVQHGLSVSDLAVSELPGNPNAVW
TVKKRKSDQFDAYIVVSFVNATLVLSIGETVEEVSDSGLKPDTPTLVVALLGEDSLVQVYPAGIYHVRADGRASEWRPPR
GKPIVQASANNRQVAVGLQGGEVVYFELDETGTLAELDKKDPRPSRRRDLGLEVSCLELGRVPDGRARSRFLAVGGLDST
IRILSLDPDECMNVLAVLALPAQAESAALASLQLGRPGTPPALFLCIGLSNGVMLRARIDQRSGQLSDTRTRFLGGKPAR
LFRTSLGGGDGVLALSSRSWVLYSLAGALHTTPLSYVPLDAGASFASEHCPEGLVAIAGNTLRIVSVDRLGDAFTSEAVP
LRYTPRRMAHHSVSGHVVVIESDHNALSADEKEEEADGMLMEACVGVPRGGAGKWASAIRVLDLAARRTLSVIELAENEA
AVSVAAVPLRERGGETFIVVGTVKDMTLHPRTLTCGYLHVYQFAEGNTQLNLVHKTQVEDVPAAIAPFGGRVLVGVGSGL
RIYEMGAKKLLRKAELKGLPTMVQSLHVISSQRIVVGDLSESFHFVHYKRADNTLTVFADDIAPRWLTAACPLDAHSLAG
ADKFGNIFVCRLPREVSDDADDAALMAASAGRDDLALNGAPSKAEEVVQFHVGETVTSLQKVSLGPGCAEVILYTTLFGG
IGALLPLTSREDVELLTALEMHVRQEAPPLCGREQLFFRSAYFPVKACVDGDYLTLFNSLPAAEQKTIADDLDRTPAEIS
KKLEELAARIL*                                                                    
>Ehux_427214                                                                    
MSWNYTVTAHRPSAVSHAVTAAFTGPDDLNLIVAKSTRLEVHAVDGSGEGLRPLLDVPLYGRVATLEVWRPHGAGHPDLI
FLSTERYRFALLAYDAESGEASAAPPSAGASSAAAAIVTKAAGDVSDKTGRPCDCGQIAALDPQHRLLGLHMYDGLFKII
PALAGGAPPRPDRRPCRVQLPSAQELYLLDLCFLAGTPRPTLATLHEDSKHQRYLKTHEVSVRDKALSDGPWPQVDCSIY
TYIAPPRPPRQRPAPRSEDLRTCLAAGCRRGVSASGAPTLFRAHGRVDPDGTRWLLSDAAGTLYAGTLYVLAIGLTDRAE
VTSLTLERLGQTVAASAICYLDNGVVYLGSSCADAVLLSLSTEAHEDGSYFSELARWENLGPIVDFAVLDPEGQGQGQVV
TCSGTRRDGTALREASIGSIRVVRSGVAFDERASLPLPGVKAMWSLHASGCGGGGGGSGGGVAPARLVLSFVSETRLLAR
GTGDHLAEVEEGGGFDTESATVFAASLAGGAAIVQATSRCLLLLDAASLAQLGVWSPPDGAAITLAAAHGTTLLLATAGR
TAALLRTDSGGAARSGEGPCGLSCRGASVNDRVRLSAGACGGEPLLAAVGSWTSFSLSLLSLPSLAPCGTTPLGDKGAPH
EYLLCGLGDGKLLYFPLPTAEDAAPVLGAPKAAPASPRRRQSRSFPLVFCCSERPALVHASAGQLLFSSVNLPAAHALAP
FSCDALPGCLAAADEEPRLLGSVTGCARGGGDRAVRAARARRLRPLRLARPGSPPGSSPARYKLRVFDDSSFAELASAHL
LPDEAGLSILVSGLGEEEAAEGGYIVVGTAHILPDEPEPTSGRILEGSLELRHEAAVRGAVYSLAELSSGLLLAGVNNKL
QLFEWEAGAPRLALRAEHCGHILVLYVQARADFILVGDLMKSITLLQWSAGELTELARDVNANWMTAVAFLDDDTFLGAE
NALNLFAARKRADAPTEEERGRLEVVCEFHLGEFVNRFRRGSLTMQMREAGAEPLPTMLYGSVNGVVGVVASLPQELYVR
LAKVQTALSRVVKGVGGLSHASWRSFVNDRKTADAHGFIDGDLIEAFLDLPPRKKEEVVAGLDMTAEQLSRVIEQLARLH
*                                                                               
>Ehux_429357                                                                    
MSWNYTVTAHRPSAVSHAVTAAFTGPDDLNLIVAKSTRLEVHAVDGSGEGLRPLLDVPLYGRVATLEVWRPHGAGHPDLI
FLSTERYRFALLAYDAESGEASAAPPSAGASSAAAAIVTKAAGDVSDKTGRPCDCGQIAALDPQHRLLGLHMYDGLFKII
PALAGGAPRPDAFAAAGALQQPSRTPRAELYLLDLCFLAGTPRPTLATLHEDSKHQRYLKTHEVSVRDKALSDGPWPQVD
CSVYVYIAPPRPPPQRPAPRSEDLRTCLAAGCRRGVSASGAPTLFRAHGRVDPDGTRWLLSDAAGTLHAGTLYVLAIGLT
DRAEVTSLTLERLGQTVAASAICYLDNGVVYLGSSCADAVLLSLSTEAHEDGSYFSELARWENLGPIVDFAVLDPEGQGQ
GQVVTCSGTRRDGTGAREASIGSIRVVRSGVAFDERASLPLPGVKAMWSLHASGCGGGGGGSGGGVAPARLVLSFVSETR
LLARGTGDHLAEVEEGGGFDTESATVFAASLAGGAAIVQATSRCLLLLDAASLAQLGVWSPPDGAAITLAAAHGTTLLLA
TAGRTAALLRVLHRALAGIRRRPLRPVLPRSKSGACGGEPLLAAVGSWTSFSLSLLSLPSLAPCGTTPLGDKGAPHEYLL
CGLGDGKLLYFPLPTAEDAAPVLGAPKAAPASPRRRQSHSFPLVFCCSERPALVHASAGQLLFSSVNLPAAHALAPFSCY
ALPGCLAAADEEPRLLGSVSTYRLGEQPRRIAPLPTRRALALLTSTGERAVPGGEETERYKLRVFDDSSFAELASAHLLP
DEAGLSILVSGLGEEEAAEGGYIVVGTAHILPDEPEPTSGRILEGSLELRHEAAVRGAVYSLAELSSGLLLAGVNNKLQL
FEWEAGAPRLALRAEHCGHILVLYVQARADFILVGDLMKSITLLQWSAGELTELARDVNANWMTAVAFLDDDTFLGAENA
LNLFAARKRADAPTEEERGRLEVVCEFHLGEFVNRFRRGSLTMQMREAGAEPLPTMLYGSVNGVVGVVASLPQELYVRLA
KVQTALSRVVKGVGGLSHASWRSFVNDRKTADAHGFIDGDLIEAFLDLPPRKKEEVVAGLDMTAEQLSRVIEQLARLH* 
>Gthe_160593                                                                    



MALYAALRESHAPTTVTAGGGGRFRSEDEDNLAVVKGTQLELYVLKEEEKKHSKTCNGKQNGQKAAGDSGHGHGGATLQC
VGRYDLNGNVESMAFVRLPGRNRDHLFLVFRDAKLSILEYDNSIDDIVNVSLHLFEDDEIRKGRVSFGRAPLLRVDPLQR
CAALLVYESKMVVIPFKHKGSDLEEDDEILTQPNKKFKSESASSNTVTRLGAPSDNKLGILPTYVVDLDEAGIKHVVDFT
FLDGYYEPTISFLHENSRTWAGRLAVSNFTGMITTVSLNISQRRQPIIWSASKLPHNSRHIVALPAPAGGVVVVSSNALI
YRNHEQKCALKLNEYAIAAGDGGNRFDTAGDIICFDTVHPVRLEGYQMLFSLVTGESYIMGVQLDTDGNTIKALTLDLVD
VKLSPSGGFASIMCRVGDSYLFLGSRLGDSSLVKMIKRSKEVDDEGDVSEHGQSNGVENGSSSQGADPVKQEVNDSLPSA
PVKSEAEPSSKEEDSSEDELYGNDAPKPAGGPEMKEENSDSDDDLYGGAPTTDAAPTREATTVKAEQAPAMNAEVEMDDE
DAAMYLGLNPRNAANGLSKEGMPDGFYRFELCDTLTNIGPIGSRLDAGAVKKDSVELVTASGGLQYGKLGVLQRSLNPVV
MTAVPLPDAQAVWTVFGPTAKAADEDMEEDGNEEEEQSAGMHAYMVISQGNDKGTIVLKGRELEEFDEDEQVDFEVDAKT
VCVGNIFGNQRIVQVTPWNVYVLNGPRKEQELPVVAGNGLQIVAAYIRDPYIALILQDGRLNLLVGDASSMQVNYVSHEI
HNITAACFFLDPIPDGEANDDPQQRDVMLAAAPRNGHFQLYTLPSLELVYDAADFVLAPPLLVEERSGAVALDPADLPEV
PFILDMCIEPIPFPHKKECDADILCLVAITSSADILLYKSFEFCETQQMTALEAEKQEEDAKKAVRKWSKLRFKKVNHEI
MLRGEEVFDDFFVDELELEDPTREATLKVPAASFFSFFFSLPISLSISLSISISLSISLSISISISLSFSFSLSFSSSIT
TTSSCSTTNNIPFFVCLIYDMQTLRTSRLMPLGGAGGLEGVLIAARQPAVVLFGRGLPRIHPWKLDRGEGVRSAARFNNL
QCKDGIVCIADKGRDRAKGVLKICNIPEGISGDTPWPLRTKHVGMTVHHVAFHAATGCHVLVVSSQQEIEDERKPEGTLE
GAIPPLTEEKYEVQLRAPYSMELLDSYEFDFANGEKALCLQVVHLKNTRVKDSLLPFVAVGTGFQNGESETSRATGRIYV
FEVTTVVGEEGYEGRTSFKIKKIFTSADIQDIKAPVSALCQLEGYLLVAQGPNPGMIGGSKLYVYEWVDEKLVGRAFFDA
HLYITTLKTVKFFIVFGDIRHSVHLLRWREDIRMLQLLAKDALPLSVYAAEFVVMGSNFGLLASDEQKNVQVFVFNPNSP
EYRRQQLICRADLHVGSHINKFIRWPLPFRPTLGVRTAAHYTTLDGGIGAIIPIPEQSYRRLLALQNLLVTAMPHYAGLN
PRSWRLYKPAMCMKRRYAKNFLDGNLLGRYLHLDLALQMQLSSALNQTREAILGDLPSTSAHRSMQEVPLRDRQHLHDGL
RFMPADMAKTNGWHIPNTSFQRLLDKADNEEDKLYRAHEHVFRTGMNLSKAKRDVLREYNKLDEGSRPSLSEFIDKSKSF
TVEFYRDRSDNLSSAIDNLTRVLADCEEAKREIEEDVQHLKGPAGYADSVMHCRRMRREEMEYLDVRVKADMGDNEDAHV
KIVIPITTSEILLFSQQPGGMDDLRLLRLVDRGADVFVGISCLVNEFEVAESMTLTVKPCLPQGILSLDKRAGRCLKTVF
LADNSLGPFGFEKLVLGMKVSEDLESFHCLKNNIGEMKYIEENDEERRNQSFRSFSLLGQVLQENRCQLKTLNLSDNNIG
PASIRCMLEGMMANTTVELLDVSSNDLGVAGANHLAKFLVSNRKLQRLIINDTRITQHGLKGILQSLRFNNSLKVLFALN
NVGYSTRGNLVESLVRTNLQEAYIFANQPWINQACEARDRGVETAGDASLQVSMCLVAEENFRASFSTERRPEVREQEQR
REHTSSADRRRLEGIQSIRSNERIESVLAQPKEHAQAWGPEMKLGVHKPTSAEVVGFKAGKDKGHIRCDACGALGHEPFE
CPTSFFELTGELMPGFTARGKKMEYLWDAAQREPEEDVERMWRELQRKGFFSKTCDEEESVVSLRKTKDMSRKGVPRKSW
SERTMYSSADSLVRRGAFEQSTSQAEFLLSQGSDILSEFLYTRTLSREFS*                             
>Gthe_134365                                                                    
MEIEVDGAPNQQIASPDEASDNVMYFRTIMKSPVRKASTVVRSKEAGQKAVHLVVSSKESCLEVIKDSAHELIHLFDENV
FGTIWDLKVHNYDFIAREDIELMVVRQAISVEHVTSARLPDAFQGLGMDSGQDLVLKVNEVFLPRAAKSKSLWVDMSDFE
EHRAYGHRISVAPTGSAVVISALEDRMCILPLSKRLENKGQIFDAEMDAVVQQLVAKVIPVPGGKLGAIADLQFTHNDES
GDNILHFAALVLRKGKGGFSSVLLFKANLESRTCFLMRSFNTQFCLTTVSLLRVVSQFVSSVSASDQILLGGEGGILLLD
TSSASNYPNIGSEGMLATDMEISLSERRIPPLNELGGPNTLVTCIHVADCKEHHGNIKQREIILISTEEGKIWVAEIFQK
ASFEVKLLGSIDSPIVPSNIVSILGQGGYRRFLVNGDNGDSAVMMMRLNGNEIEIETLERLTMLGVTTDFTVLSDKNVNG
GDEFDVLVCSGTGKHASIRRLRYGLPVETHVRSEKGLCDGIVGLYTITFEQKHDQSFLFMAFTTGCRVLTVGSELSDVTD
DLGLNPTALTLHAAANSDGHLIQVSDEEVIVIQQPVLDSMDLDVIPCSQPERAVWRPAESTKISVSASLGNLVMCCTCGG
TSIHILDTTRDQGSAGEFQIRGEITSFRSSEEVSCMAMTSLGAHGSETRKISIIGTYADALKARAGKIKIYSLGEEKREV
ELAQSIDLGIYSGSDLSGSVPQSFGILPEPAGGVFLVVGLRNGKVIIFTLNALSLPLVGLGTTRRLAESPITFVSITSYA
GPSLIALVEDVAFLVTPSRASLQFQRIGFQPGGISHAAPFICDACPLGMAIVVDGQLKLVSIDRCEKLDVKTIPLALESE
HTESESKLEDNFMPARVVWHPDAKLVIVGCNYSRKVCGAEEEPENKVMCCELRLIDHVSWSTVHVQHIGENERIHALALY
RTLEDEVLVCVGTGPEISLVSKAQREVESTSLFEKRSASLNENESERSSDSDNEDQGVGDESPTGNETNLKRRRRESKVN
SRLLIWRIVQKSGAPELVLVASISTRNACRAICQYQSCLAVATGETWTLYEFSRVRLEKKERSCNKTRFRRLLSKTARFL
ITSLTSNGFHLAVGDCVDSFSTWRIAFPVFSWQMRATRGYFARLEVRVCTESPQALKLEDCAIDLLVGNGFLPTIDNFTF
KFTPTSGGCEFWKETSEGVHFAMVDYHAWGSDEGPPEGTKLKPVYIAIHAKASQSEVKGAFRECFQSERGGDRVEVCRSR
FRSLAGESQQWCEGF*                                                                
>Gthe_105085                                                                    
MHLYSLTLQRPSAITFAVRGNFTGCGNHEIVVAHGRAIELLQVDEQGRILSLCNMECFAIVRAMAASRLPGYDKDCVFLT
SDSGKLAIIEYNHVMNQFERVYLETYGKSGCRRMVPGQHLAADMYGRALVIGSLEKNLIGFQVQLDDANQVVLPPPIKSS
SPQRVFVHITSLDRREELPPMFASIEVDYVDNPNDEFQDPVVSSRRVCLYEVDMANNSLEVRYNDFIDNSSNLLIPVYNH
LSGLFGVLICAENKIALKSPDAEEIVLLIPRRSMLPLEQSVIITSYVLMGIQDDLSIFIAQNDIGDLYKITVSLRCTQDH
VLGIEYLDTVPVAQSMIIVRDQYLLLCSEFGNHILFSFSASEVGQVTSTIGLTSVQFDDENIDIPNFLPHNLQYFRVVEE
IESLSPIVGMKVMDLYSEGNFQVFTLCGKGPRSSIRVLRHGLSVVEMAISQLPTVPVAVWTLKANSTDPHDRYIVVSLAH
SSVQTLVLSIGETVEAVANHGLLPHAKSISIATMGDCMIQVHTNGIQVMKGGKNIPSPFASSNPVILSVNNEQQMLVTQT
DGVTSYLEMEGTGTLREKGKININAQEVCAVEVTPLSASQTLGKFAIMGAFMDNAWFLCVVSLDASSFSSVVGRQVLQAR
PSSIALLQSYSRSSREPGRSVFFLYVGLENGVLMRMSFNAETGEISQEFRTRSLGSNPVKLVRVKVQEKEALLALSSRSW
LAYHHQGKQCLDPLSYDMLDFAWNFSSQQCPEGFVCISQGSLRILSLERVGEIFSQATAKLAHTPRQCAPIKGTTMMMVI
ESDHNTDANKALQDGANKVDMEGQDGEADKLSYEMFGVQRAGNGCWASSLRVIDMDSLVSRQIINYSDDEAALSLCSSVG
ANGEHLVLVGTSVGLRMGEKHASSGFVYTYSVSGSHLHLEHKTPMDGIPRAICNYQGRVLVGVGSALRMYEIGKKKLLRK
CESRKFPNLICSIHTQGDRIFVGDSAESFSLLRFNSLSNSFELFAEDARARWLTASCPLDFDTVAGADKFGNLFICRIPE
EAASELEEEGEAVQTDSVLHRGAKHKLDEVAHQYVGEAVLGLQRSALVQGGTEAVIYGTILGGLGALQPFVSKEDVDFFL



RLEMLLRGNLGVRESVNDKSFDNPSLCGNDQLGFRSYFAPMRGVVDGDLCETFHTLDSGRQHKVAAELGKTPEEVAKKIE
DMRTRLL*                                                                        
>Gthe_68305                                                                     
MFLYALTLQRSGAITCTAYGNFSAPKQHEIVISHGKTLELIRPDQNGKIQSICQMECFGLIRSMASFRLPGSNKDYLVLG
ADSGRISVLEFSKERNQFERVHLETYGKSGCRRIVPGQFLASDPKGRAVMISAIEKQKLVYVFNRDASSKLTISSPLEAH
KASTIHFSIVGVDVGFDNPIFAALEMDYSDADADETGQSAEEFNKVLTFYELDLGLNHVVRKASEPIDAASNMLIPVPGD
TDGPSGVLVCAENKIAYKKPDHEDVVALIPRRQGMPLDQPLLITGYSHLKQKDGFFFLLQSEIGDLYRLTLTYNDEEVSE
INITYFDTVPVAQSITILKTGFLFVASEFGNHALYQFLSIKGSDESDMMPVEVEIEGETIEIPHFAPRPLKNLLLVDEME
SLSPILDMRVLDLAGEETPQIYALCGKGPRSTLRTLRHGLAVAEMAVSELPSNPLAVWTVKGSSKDAADKYIVVTFANAT
IVLSIGDTVEEVTDSGFLATNKTLSVSLLGDDSLLQVHPNGLRTVRSDKRISQFTPPNKGVINLVAVNQQQVVVALADHT
MIYFELDAVGQLQEKAKPEIGGGQIAALDISPLGAGRSRGRFLAVGASVDGSWFVRILSLDPGSFMHIVSRQALPAKPES
LCLIEISIGAAQSDGGTPTLFLFAGLENGVLMRITVDPITGQLAPEFRTRFLGTKPVKLFKVLVQEQPAVLALSSRSWLA
YNFQGRYQITPLSYETLEYASGFASDQCPEGFVCVAANTLRILTVERLGEVFNQHSMKLSFTPRKSALLKDSGCFVVLET
DHNSDMEKAKEARCDVAEDEEEENENKLPHSIYGEQRAGEAKWASRVRVIDPNERETKQIIELDPNEAALSVCVATFYDR
KGHTFLCFGTAVGHKVGSRTGSGFLHTYSVVGSQLTFVHKTPIDGVPRALCSFQGRLLVGVGSALRLYEMGKRKLLRKCE
NRNIPNLVVTISTMGDRIYVGDVAESISFLKYNRILNELVIFADDTHPRWMTAACPVDYDTVAGADKFGNIFLTRLPDNV
SDEISEEPGAVGMFEGNDLQGAHYKAEEIVQYHVGETVCSLQKATLSPGGSDAIIYGTMYGGIGALQPFVSREDVDFFLH
LEMHLRGAAGAREHKPAGEGICGRDQLSFRSYYFPVKDVVDGDLCETFNYLSPSRQKQIAEDLDRTPGEVAKKLEDMRNR
LL*                                                                             
>Gthe_143370                                                                    
MLSVKNCRQPSSVVAATVGRFVDRHEECLFSATLAKVMLWQLNPQGEHDEPLRLFGSWPMFSGITGCATLHGDDEEVDSI
LLLTRCFSWSIVRWDDSTKSFEKVLVHLNGSLEKVIAQGRLQNPSQGVYFPLPDGALMCQRAGPKRGEELVMVCCWNTIF
HLFNLQRSRGGMHLWIRTSGGSTEYNLVKGVPGPNTRLISWCFLLPPNDTDFEDCPLMALLFEDEKGIVDLETCSIKYEE
SNKLNFNLLQGPWSFSTLHPETSLGRNLEVGAFLYPHLPSSQWAIRITSRFAVASSLAVPAGPGSNRKKRSMHWILGSND
GQMHILSVSGESKSANVTINVKRIDTNIPLSNPRVATILRSQERTLQLWCTKTGYTSILDITKLSHHIENNSQTDQEIPG
VEVMCSPFEESLGSIKDAIAVDFLGDGEMQLLLACGEGSDSCLRLCRSGLEVSKIIEEGPEMPECSDIFALRGLHILHVQ
PHDNGSNIQRLRAFDSHLVFSFASINQTKVLELDGHEFVPVTLPGLCEDANTVFITSLPHGHLVQVTEMEIRLINMRKSV
MNSSQEDYLHVWTPKIGNINMASVVKYDTSIKTDGNQSLTPHQLASLVVAVDSVLSLFEILTHSNKKSEVKLKHSRQFEH
QISAVWPNEVHMLKNDSMEVKLPDKLSYQQYNQHCVCDQVAVVGSSTGIAHIFPIPSKTSGIVDVMTLIEVCSLRVGETA
VSIHVEETEQAVHGIFLHSNYNAWIHLRSGELEVKRINGIEKVKAVCSLHTELMPTSLVWINEKDCLQFGKLAEDRQTST
IYQRSVKLAENVVSMTHSSRHRCLLLLTESPVDASNRMRIFSDDSLQEIWSMQLMPGHMWSLIASSKLQTDIPSALDPEA
AAIDSEIFLTVSYVETNDPKSSASSYLQDKEEDKQREDDSQEFQRGEKAVIAAWEIESVISKPREDQDPDVTFDIRLIGI
KEVKKVFTYLHSTDQFGVFFASAASELFLVKCSSLDERDAASFDKEMQATGRRFGRIGELHMKLKVDILPGEPDHKIPYV
GKGLVHDGSYKDGSACALRWLGDMDLIEIHSNNLPPSPGSELFEVVASLHPDREGLHEIVSCKLFDKSRGVVGDALGNLL
IFERLGDRIAALFCMNARSGGITRIMEGRMGLHFLNKVDEVC*                                     
>Gthe_158867                                                                    
MHCYVVTAHRASCAQLSVRGSFTGPKDTNLIVAKGSRLVIYTLTPEGLQPVLDTGIYGRIAAIELYTVAGAERESLYILT
ERLKFCIVEYDSSTGELITKAMGDVQDSVGRPVDGGPIAHIDPERRMIGFLLYDGLFKVIPIDTRNGQLREAFNIRLEEL
QVLDVQFLYGYAQPTIVLLYQDPKEMRHLKTYQVSIRDKDFIAGPWSQTGVEIGATMIIPVPTPIGGCILLGEQTISYLN
GDKGDTKTIHMDMTVIRAWGKIDEDGRRYLLGDHLGQLYVLVLEFDGNKVLGLKLDTLGETSSAKTITYLDSGVVFIGSC
FGDSQLIRLHPDKDENDSNIEVLESFTNLGPIQDFCVVDLERQGQGQVVTCSGTLKDGSLRVVRNGIGINEQAAVELPGI
KGLWSLRESIDAQYDKYLIQSFVNETRVLEIADEELSETEIDGFDHNAQTIFCSNVLGDCLLQITEVSLRLVSTKSKQLL
KEWFPPNGERITVAGGNVQQVVLTSGKRTLIYLDVSNGDVTEVKRIEMDQEIACLNLNPLGEKSDHNKSDFVAVGHWNLS
LSMLRLPSMEVVCTESIGGDAIPRSLLLVTLEGVDYLLCALGDGYLFTFAIDASTAQIGERKKISLGTHPMILSKFMSRG
ATHVFAASDRPTVIYSNNRKLLFSNVNLKEVTQMAPFNSEGFPDSLAIATETSLRIGVIDDIQKLHIRTVYLREQPRRIC
HQESSKTFCVATLSIRINRDGEEVEEQFIKLFDDQTFEILDTYQLQEFENTCSVECASFSDDPTLYYIVGTATAVPQESE
PKEGRLLVFEVIDRKLHLKASKEIKGAPYQIKPFNGKLLAGINSKIELFRLSDSDTGHMELVSECCHRGHILVLYLQTRG
DFIVAGDLMRSISLLTYKQVDGQIEEIARDFNANWMTAVDILDDDTFLGAEGYFNLFTVRKNTDATSDEERARLEVVGEY
HLGDMVNRFQRGSLVLRSSDTPTTDTIIFGTVNGMIGVIAVLSKEEYEFLLKVQDALNFVIKGVGGLRHEDWRSFENERT
QGARAPKGFIDGDLIESFLDLRREKMEEVCHAIGSITVEELSRKIEELQRLH*                           
>Ngru_XP_002682770                                                              
MHLYHFTLVKPGSINQAISGCFSGKKYDILTEKHYRPTEIVMAKGNILELYECEENGNLKCLISQDVFGVIRSITSFKFS
NTVEKDYIAIGSDSGSIVILEVNSNLNKFTQIHHETYGKTGCRRIVPGQYLAADPKGRALMIGAVEKQKFVYVLNMDGDH
LTISSPLEGHSQNTLVYSMVGLDVGFDNPAFACIEVNYEGADESDVAYQSLKKMLTIYELDLGKNTIVKKSSEEIDRSAN
LLIQIPEPLGGVLVCSENYITYKKEGQDDVRSPIPRRSGMPQERGLMIINSNLKVKKGGDIFLLAQNELGDLYRVSFNKD
GNRVSSVSLQYFDTIPVSNSFLALKNGNLFCASEFGDHKCYKITKIEPNEYPETYESIGSETFPTFTPPMNRFEALMSDN
DQPSTTNVTCLELVNEIKSLAPVTDMKVTDLMGEGTPQIYCLNGRGPTSSLRSLRYGLPVNEEVAAPLDQQATAIFTVKE
SMNDTFDKYIILSFSEFTMVLSVGENVAEVTESGFLTTTKTIYASNIGESGEFVQVHPKGIRHIHPDRVNEWNSGNKIIE
KAAVNGYQIVVSLSGGEIIYFEYDTSSGNLIETERNDLSQDVACLALSPIQDGRTRGRFLAVGFYDKTVRLISLGEYDMM
SILSRQALPADPESLSLIELQSGHSRDETSLYLNIGLSNGILLRSTVDSSTGELSDTRSRFLGTKGVKLRNVKVRGDNAI
LALSSKPWLGNSINGKIEMTPLSYPALNSACNFSSEQIRDGLVSITAEHLRIITISSLLDKFTPEIIPLNYTPRKFVVHD
ETSHMIILQTDHNVSKENSTDRPDYIKVDESQKDPSLSKDVEYGAIKTKPKSNLWASYIRVYSPKKQANLDEFEIEDNEA



AFSITTCKFSTSLSGAKSNESLIIVGTAKNMKLYPTRTCDCGYINVFQISEDGKLQLIHKTEVEDVPYALHAFRGRLLVG
VKNMLRIYDLGKKKLLRKCENKSFPNFITSIAVDGNRIFVGDITESFHFVKFNSSENSLTIFADNTTPRWLTASALVDHN
TIAGGDKFGNFFISRLPSDVSDELEDSSTGKEKWIWERGLLNGAPQKATEIVKFYVGSMITSIYKTSLIAGGPSILIYTT
ITGAVGVFFPFTSKKDIEFFTQLEMHLREKNPPLCGRDHLAYRSYYFPVKSVVDGDLIEQFNDVDLQTKTKISEDLQRTI
NEIAKKIEDMKNQTGL                                                                
>Ngru_XP_002681776                                                              
MSFNYVSYAYKPTTIGCSASGNFTSPSDINLIMCKNQYLQVNRLSEEGVSSVVEFEAPGRIDTMSLFRPSGEKQDLLFIT
IEDTFFTLGFIDGKIETLSSGSIDDPVGRRSESGSITTIDPLCRAVALSIYEGLLKIIPFENNKHQFKEAFNVRLEELNV
IDIAFLESLGSKSKSGPTFALLYQDHVGSRHVKTYEVKTLDKDMEESSLNQLNVDHGANILIPVPAPLGGVICVGEAQVS
YINESNKNHSVASPANSRMAIRSYGKLDNTRWFLGDQSGQLYLLSLQVSDSEVTGLTLKELGVTSISSCISYLDNGYVFI
GSNYGDSQVIRISDELNPETNSYFEVFQTYSNIGPIVDFCFVDADKQGQGQIVTCSGAFKDGSLRIIKNGIGIEELTTIS
DLVGLNRIWSLKTETGEEKYLVMSFTGQTLISSVDNEEIGEAKIPGFDVDSTTVLCDTVIGNNYLQVTDKTARLVSSHTL
ELIDEWKPSSGTISLAASNPTQLVVSLGEGKLVYIEISAQSLKQIQQTKLDYEVSCIDISPEEGKISSTVCAVGMWTEIS
VRVLTLPSFDILTVQELGGEILPRSILMPTFEGINYLMCGLGDGHLFTFKMDRGMGILTDKKRIVAGSKPIMLRPFISKD
RQLNVFAASERPTIIYSRNQKLVYSNVNLGEVNDMCSFNHESFPFHIAIANENSILIGQIDEIQKLHIKTVQLHAQPTKI
CHQPSTKAYGLLITQFENPETSAIFSLDENNFEKKSEIRLEGNELGQSIISCKFTDDDNEYFIVGTAITEGDEEEPSKGR
ILVLQVQDDKLVLKAEKDVKGAVMVLHSFNGKLLAGVSGRLMLFKWAESDDGDNKDLVQECSCSGGIYILDIDSHGDFIL
IGDMMKSVHLFVYENPEEQHVSGNLRLISKDYQYSWLSCSLMLNESEYVAVDQQGNMITLKKNDEAASEEERKQLVRVGK
YYCSDRVNRIQPGFIGMRFANSSSDINTQPVKTALFGTISGGIGVLAQLPPETFAFVTKIQKAMSSVVTGLANISRETYR
QYRSERTREDSVGFIDGDFVESFLEFDFETQQRVIEELSNNHQEQITLEELVKNIEDLSHLIH                 
>Ngru_XP_002673224                                                              
MFACYKQLHPPTAVSFCLKARFTSANDENLIIVKNNIMEVYLIKPNTSNIVLVKVFELFGVIDSIIAVCLQGMKKEMLLI
NFEDEAKVSVVEFDEKRSDLKTLSLHYLEDDFLREGKARFFHNQPIILDPQNRFATVIICDSKLVILPFRQSGEDVSLST
EDNFLFALSGDQEEANENVGDQKKHHQPEVQRQVIIDLNDLGIKNVKDYCFLNGYNEPTILFLHENEQTWSGRLAAKSNT
STVTAVSFDLFRKYYPKIWSVGSLPHDCNKLIPLQEDVAGGALVIGMNSIIHINQCATYGLSFNDFAVSNPNLSINFNTF
DGPALFFDTVAYTFIARDKLLVSLKDGELYTMYLESGGSRINNINIKKTSNTTPASCMCTLKGNLIFLGSKIGDSVLYEY
QEKVEVETSSLDTDEEMSSVFAAGENFEPEKKKRKLADDDDFFAALEKDEEPTVIESFSKVSKKETTKVELKIKHVFTNI
GPISHLTAAVTSSFDMSGFKSKTNDNQLSAIACSGIGRHGCLTVLNRSLQPDIQSEATLPFLVKQVWTISQKTEHDLYLI
LSLEDKTKVFESKATLAEVTSKSMFVTNETTLNIGKIRESIVQVTRKSVMLIGSEPKQVHHSKKEIRSSIILDPYVLLHF
YDGSLVLLTHDNGRVTSKQLDIESNHGKITAVCLYKTNPEFEFFGINEKEGKYLCCVYWTDGAFEILSVPDMTCVFSFSQ
FYQFHTTLFDEGQSSNTTQSEVKYPYVTEMALRGIGSDSEMPYLVSVLSDNTVHIYRSFLDRTTKSKDNRLTRLRFSKFQ
HDDLLPISEIDKKSQTFTLNLKSKYLFPKSDLGRSQLIPFKNIGGYGGLFKTGEKPFWLFTEHSNLRVHPTQSRDPVTTF
TPYHHENCPHGFIYLTDKEQDNKKQSKLHISSLNANVKFNAYWPQRKILLKSTPNVITFHQDTNTCLAFTSVPVKAILPD
SIPFPEGKCPPPAEQKHTVKLFSGHNWQEMDKFEFDLHESAVAAKVVYLSKEEYNDDTDISFEEPLNSRKQDLVSVVAVG
TAYVQSERELCRGRLLLFDLDPILGRENEYKLNLISSTSVKGPITTLEQVDRYIICSVGNRIYTYYFDWEEKRMHITSFY
DTQFYTASLNTVRNFIMFGDIYKSVSFLRWKEKGHRLILLAKDNRPLQVVSSEFLVNNDLLGLAVIDTSKNLQIFSYLPQ
HQESNDGRNLVPVCDFHIGTLINSLIRMKVRELPDDNTIRLGNVNEKPKQSGKKDITKTNPNHQFILFGSVDGAIGYVAP
INEVTHRRLFALQLKMYTQLEQAAGLHPKSFRLYKPLERTEYNYKKNIIDGQLIWNYANINTILQRDLARQIGTNSDNIL
RSIQELNQATFFF                                                                   
>Tvag_XP_001303740                                                              
MSNDSLIFVHKALQDDQQVTRLVAIRNSDGDCLLLVMAQGNTMNLIDPKSFEITEKYPFMSPIVGLEALETESPSVFVLL
RNLHWYIFQLPELIAAGSFHTPNLVKDRRFLLPVENYAENGSTCQNPISTAAIRFIENKIPIAIHPQYIAVHIVHNCIHI
IPIKQPNNIIILKINYPNIVDIAFIGPVNYSTRLAILCDPEFSRKDYGDEKVAKQRVFVVYSLQRGTTEFKQEFSLDVKP
DSHTILPLSPARESSAIVFTLDGVIRITAPEGLNQDVEHITLFLEGLVLLCEHYSEDIYFLGDSNGGLVVALLPTEGRPS
SLKLKYTGPLSSIVTIDKSHFSVSNTFGDTTFFYAEFGDNVRKIEPIKTIEATGTVRSLTTLQSGDVRMLAGRGIAAKMM
TFHMSMECEKICSFNLDGCLSVFLSSLVSDKDQFLLVMSFLDRTMICQTDGLSFKPITVDGFIENEPTILFTDIDNSKLI
QVTSKHVSLFTKEKVTIQLEFEGISCASCVENNLLVCDTSNTVVQFEITDRINEIKKFTINDPILFCSISENGNIALITT
RCEVLLYMANSDSPLHFSPLEIDRESPSSLIVLDKENKTELYIGTYDGNLIKVTKDSKTSEKVGDTFVKLTLYKNTIYGS
TTTPFLLTKDEILTSIGCDECTEISVCKDIIVTLHNNKLQTFRCNGGRRGYSKLDFTSPDAVDAKFFSPSKCVVLEDVID
KTIQTAKENLTLYKNGKKVLSLPSETGRVSLFDMIELNGKSLIILGLDNCSIRLFDESMSECCIPQKTSGIPTAAIVCNS
MLVVAEGKQLSLYNPQFLHTTIELDRVCLIPAHVLATSMDVCNDYLIVGDAIKSISVYKITNDSITLVGGDPQCKGICRV
CCFRNFIFASTYNSCLYLFEMNEKGEVNEISGIMTDSMVSVIKSDSKGLIYGTECGGVYRVDFCESNVLLKLRDIFENEK
INFCARRNIENRVRFDVEDPFVDLDNIAILGRLQQQKFENLLESAGCSKEEYNNLISNL                     
>Tvag_XP_001582526                                                              
MIRLYHSVIQPPQHVKCCTVGKFTGTSNPDYDEIAVSLGTYISIYAQIQMEQDIMKQIVNEPMYSHIYNLATLSLPKSEK
DYLVVMSDAANIVIFDLHGCKFNAIVSLPYGRTGLRRMEPGYYLAVSPCGRAILASAIEKFKLAWTVTKNNENLPTVSAP
LENSRNKTFVYSTVALDVGYEVPKFACIEVHFKQPQDEPERTFNPKTEPKYLTFYQLDTNINFLVRCGKKDDEIPLPPTS
SLLVSVPGPLFDYPGGVLVCSTGHLQYFDNNGQLKDECDLPQRENEENSIIITSAVFCSSNGWLILLQNQFGDLLFTKIQ
KQCKIQIQYFDTVQIATSLTITNQGTLCVFGEEYSNSFYYITESCEDVEEGFVEKTFSPNTENTKIEYFEGHEIKNRLTK
LITAPSFRGSQLGDIISIHGSFNKSSLKITRKGMPTKVLKPIEIGGGCTFVKAVKKDPLNEYDTFIFVSNESTTRIFEFF
EETRELKDSKESLFVTDKKTIDVFFLPAFNNTSSLAQITTEGMRIINDKEKHDWKRDESSKIICVTANPSQIAIVYDDNQ
IVLFETDETSLPKEVSSNKVMEIAGQITSIALPQPQTGVRYVEWLAVSAVNDGLSIVYIVNISKTTEMWSVSSRQILDKT



VISMMFLFVPGIGNILHIGHNEGLLTRTNLDDSNGSLDNATLKFLGNAPVTFSRCEVKNQNSILINCASPWYTKGLSLVQ
LSSSPFVSCCQYKAPFFIDDSFIGLTTNNMVLFYTPDKNILIDTQTLDLDMTPRQIVHIPNTKFVCVLMSDLIKGKWKSQ
AKLVNYDELISSEPLQLDDNLLVSAACYLENYNLVAVCVAKNLSFFPKRCDGGQVLLLDIGSGIPKVVQSTDFDDIPQAI
APFGEYVILGVQETLMVLKVGRTKLLKKCCSKAFPHCINYLKAFGTRIIAGDAMESFHFVKFDKEEDILSIFADDMVPRH
PLSAIGLDRSTVCCGDKFGSFCILRLPPDINDDAEIDPSDVGHAFENEKFPGAKNKVELSNMYHIGSPITGLCLSQGDFE
NTSIVYGTVDGEIGLFIPLKTDTDARLFRLLEDEMKKLIKSPVGRFIEQFRSYYTPLKCVNDSNLLLSYIDLPTNLQKEI
AEKLKVKPFDLSRLLAKVDSSI                                                          
>Tcru_XP_818999                                                                 
MPFVASTSKHPTAVLGAVSGFFLGNGESLVLLNRLNVVSLFSETAEALEHLRDFTLFASLKYVEALPLFDSKGSGRHVAF
LFSVKQEVSIVAFERSVDGTIEMITLFHGDVDTCFYQERPNEASLCCSGSYQTSRNDVLPLVTFSIHRGSVFLFDVAAAI
AVYGGKYRNASLVLEKLFSPEYAQQVLRKQKKQTLFVQGHLNASELDVRSMIFGPCDSEKNAAALYVLYADSSSKTHVSE
YSIHIGMNEEQHRGQKKNIWPWLPNTLDVFSRGDVFRRKAVFLANVETNACLLQVNSEGLFVLGPQLISFVSWRIASNQS
TMSKNVTTLAFPSFSAYVEPVCSASLPNRELLIFFWDGTYVKTALQEESEGLNSNKMLLVNLAVSSLRTIPDSLAILGGG
HCVIGSRMTNTLWLKWRTGESGVLLENCGPVFDLTIAVDGPRMGVIASTGVGMGGGVSLQRSAVNFRHDAAIDNLLNVTR
LFAAGDIVILSFPGYSRVYQFQTTPNMTTIKELSESPFDKSKVTLSLVYVSERNTFVQVTSVGVNFVKGGKGAYIICKNE
FGIQHASANANLRLLVFSSSRLVSVVDLNTHHTRASLELENEVSCLVISSSQGFVIGEWNSGAVCLYEVQDGEILLKGRI
FCSATSCSMCILSHLHTPRLVVGLLNGYIADISLESMLMGSAARETFIRMQPVQLFNLESHNAVLCLGEVPLIIILCDTG
FQLTGIDFNDVAACAIIEGSHISSKYIFLSQSENSLAFGNIVDLKK                                  
>Lmaj_XP_001685450                                                              
MLHTAVAPLLPASVVTHTVSGYFLPDSFAAQKEKEVVAIRQNHLTLYRVKRTPHACTAAGLPPEEQLGQVAEVSLHAPPL
GSAVCRPLRTTSDVLVLLFGDFHVSFLQYNPVTVQFDTVALVQLDDRQLCLDRCPLSAMLRVDETGMYVAVLAKRSDLFF
FPVVEMIDQQAMAQVQEENAAANAWNSDMHSAAFAGNEEAAVTKTSGAVTAAAPKPTVALNAWGDEDDDDDDEAPNARNQ
LEAAKSEQSVSETTMTEDNSAVAFGAASAAPGTASSQKVTQGGGTSLLLRVGTVTHWRLQDVKSALRNIRDVQFVQSAGE
PLLAFLFEKQPTWAGRVKLLEWRSKTVESHMLTCSIEWMKVTLANSATPHMLSLSEVDGLPYDVTSMTPLPAFQDLPSAV
FCVSRNMMVHVSTKSGYGVYVNATGEEQARSLKSSAVSLEAVQWRSASQALSTDLVKVNLNFANATSVLVSQPATTQRAP
VVAAGAAATGDGHSQRLLVVTEEEGTVVDVHLQSHGYTVGSISAEIVMTGCFGSSYASIDATRFFLGALNGDSRFIASTP
HDPCKVVQKFLGIGPVRDVDIVDTTTTSAGTQEDTLDASIEASPYADLFRSVELEALPTMTAAQRKAVMDIALCSGSGLA
GSLSILRRSIRSRVVRQEELNAISVFFLEPTNADARKRPRDRGNEGGRGDAPPASTVGAGAAPHPHLLISGSNFSILFAV
RSDSVQQVRGAALSMAARTVYAVHLDWMPGLLQVTETELRLLSADGKRRLSSTEFLTLPAIQRASSQGAAANVALSALLV
AEMRCALVRFTDGQLLSFRLVDAKTMSTATLLLERVTAVAWWGSAARHPQQCQHTLVVVQNMDLVLYTLPSPQAVQQASI
FPNFALMPPFAMEGVETPVVKLRERLNAEPLPSVTHLAVFDQHEDPAVSAAPTEATLVMILSSGELVTYRVVPADANGPR
RCVKVIYHILDVAPEVDVMESIKARKKRLQEERAHLASVTQQMRHCSERLVPFRGLQDRYKGIYVCGQTPVFLVYHAATN
QLVCTRHHATNAVRGFAPFHSRHVHGGFVYCGEGFVHFATMQPFGELLGCSGWWLERVRLGCTPHQVIYSPAAHGCFVVA
SRPQPFSPKRAPFDVQLRMVEDEEGNRVPHVIEPVSLPPLSATSGSPVPTNERYEVQFFSTLNWQCMGRLVLDGNEKVLS
ATLMQVTRDTTMDAANRSTTAPVCALATAYPLGEDVTTRGRILLLTTSQQSGQGMQQLRTLHEEPMEGPVTAITRVGEDC
VAVAVGGTVRVYRYDANKSTMETMAILYAGAYVTCLQAFREYLVIGDLFNSVLFARYSEEIHTITILGRDTSAISVVSND
MLYHDTRFGLLVTDDARNLMCMSYKPRVLEEHGKPPKVLESLLTVTGEYRLAGGVLLKMMRLRAASARSSSVAIYVTNMG
EIGYLVPLGDQTSRTGQWVVRRLQSEVAHAGGLPPRMFLGFPQDDPLRSLKGEEWMLHFPLLEQLYRQDLRTRKLVASAA
QTQLERVMNVGATVSAELGHI                                                           
                                                                                
                                                                                
*******Peptidase_OTU***********                                                 
>Hsap_ENSP00000156084                                                           
MTILPKKKPPPPDADPANEPPPPGPMPPAPRRGGGVGVGGGGTGVGGGDRDRDSGVVGARPRASPPPQGPLPGPPGALHR
WALAVPPGAVAGPRPQQASPPPCGGPGGPGGGPGDALGAAAAGVGAAGVVVGVGGAVGVGGCCSGPGHSKRRRQAPGVGA
VGGGSPEREEVGAGYNSEDEYEAAAARIEAMDPATVEQQEHWFEKALRDKKGFIIKQMKEDGACLFRAVADQVYGDQDMH
EVVRKHCMDYLMKNADYFSNYVTEDFTTYINRKRKNNCHGNHIEMQAMAEMYNRPVEVYQYSTGTSAVEPINTFHGIHQN
EDEPIRVSYHRNIHYNSVVNPNKATIGVGLGLPSFKPGFAEQSLMKNAIKTSEESWIEQQMLEDKKRATDWEATNEAIEE
QVARESYLQWLRDQEKQARQVRGPSQPRKASATCSSATAAASSGLEEWTSRSPRQRSSASSPEHPELHAELGMKPPSPGT
VLALAKPPSPCAPGTSSQFSAGADRATSPLVSLYPALECRALIQQMSPSAFGLNDWDDDEILASVLAVSQQEYLDSMKKN
KVHRDPPPDKS                                                                     
>Hsap_ENSP00000237289                                                           
MAEQVLPQALYLSNMRKAVKIRERTPEDIFKPTNGIIHHFKTMHRYTLEMFRTCQFCPQFREIIHKALIDRNIQATLESQ
KKLNWCREVRKLVALKTNGDGNCLMHATSQYMWGVQDTDLVLRKALFSTLKETDTRNFKFRWQLESLKSQEFVETGLCYD
TRNWNDEWDNLIKMASTDTPMARSGLQYNSLEEIHIFVLCNILRRPIIVISDKMLRSLESGSNFAPLKVGGIYLPLHWPA
QECYRYPIVLGYDSHHFVPLVTLKDSGPEIRAVPLVNRDRGRFEDLKVHFLTDPENEMKEKLLKEYLMVIEIPVQGWDHG
TTHLINAAKLDEANLPKEINLVDDYFELVQHEYKKWQENSEQGRREGHAQNPMEPSVPQLSLMDVKCETPNCPFFMSVNT
QPLCHECSERRQKNQNKLPKLNSKPGPEGLPGMALGASRGEAYEPLAWNPEESTGGPHSAPPTAPSPFLFSETTAMKCRS
PGCPFTLNVQHNGFCERCHNARQLHASHAPDHTRHLDPGKCQACLQDVTRTFNGICSTCFKRTTAEASSSLSTSLPPSCH
QRSKSDPSRLVRSPSPHSCHRAGNDAPAGCLSQAARTPGDRTGTSKCRKAGCVYFGTPENKGFCTLCFIEYRENKHFAAA
SGKVSPTASRFQNTIPCLGRECGTLGSTMFEGYCQKCFIEAQNQRFHEAKRTEEQLRSSQRRDVPRTTQSTSRPKCARAS
CKNILACRSEELCMECQHPNQRMGPGAHRGEPAPEDPPKQRCRAPACDHFGNAKCNGYCNECFQFKQMYG          



>Hsap_ENSP00000285420                                                           
MEPRVRVEGWKVPTSRCRFLLARVLGYLVVMEAVLTEELDEEEQLLRRHRKEKKELQAKIQGMKNAVPKNDKKRRKQLTE
DVAKLEKEMEQKHREELEQLKLTTKENKIDSVAVNISNLVLENQPPRISKAQKRREKKAALEKEREERIAEAEIENLTGA
RHMESEKLAQILAARQLEIKQIPSDGHCMYKAIEDQLKEKDCALTVVALRSQTAEYMQSHVEDFLPFLTNPNTGDMYTPE
EFQKYCEDIVNTAAWGGQLELRALSHILQTPIEIIQADSPPIIVGEEYSKKPLILVYMRHAYGLGEHYNSVTRLVNIVTE
NCS                                                                             
>Hsap_ENSP00000309031                                                           
MSQPPPPPPPLPPPPPPPEAPQTPSSLASAAASGGLLKRRDRRILSGSCPDPKCQARLFFPASGSVSIECTECGQRHEQQ
QLLGVEEVTDPDVVLHNLLRNALLGVTGAPKKNTELVKVMGLSNYHCKLLSPILARYGMDKQTGRAKLLRDMNQGELFDC
ALLGDRAFLIEPEHVNTVGYGKDRSGSLLYLHDTLEDIKRANKSQECLIPVHVDGDGHCLVHAVSRALVGRELFWHALRE
NLKQHFQQHLARYQALFHDFIDAAEWEDIINECDPLFVPPEGVPLGLRNIHIFGLANVLHRPIILLDSLSGMRSSGDYSA
TFLPGLIPAEKCTGKDGHLNKPICIAWSSSGRNHYIPLVGIKGAALPKLPMNLLPKAWGVPQDLIKKYIKLEEDGGCVIG
GDRSLQDKYLLRLVAAMEEVFMDKHGIHPSLVADVHQYFYRRTGVIGVQPEEVTAAAKKAVMDNRLHKCLLCGALSELHV
PPEWLAPGGKLYNLAKSTHGQLRTDKNYSFPLNNLVCSYDSVKDVLVPDYGMSNLTACNWCHGTSVRKVRGDGSIVYLDG
DRTNSRSTGGKCGCGFKHFWDGKEYDNLPEAFPITLEWGGRVVRETVYWFQYESDSSLNSNVYDVAMKLVTKHFPGEFGS
EILVQKVVHTILHQTAKKNPDDYTPVNIDGAHAQRVGDVQGQESESQLPTKIILTGQKTKTLHKEELNMSKTERTIQQNI
TEQASVMQKRKTEKLKQEQKGQPRTVSPSTIRDGPSSAPATPTKAPYSPTTSKEKKIRITTNDGRQSMVTLKSSTTFFEL
QESIAREFNIPPYLQCIRYGFPPKELMPPQAGMEKEPVPLQHGDRITIEILKSKAEGGQSAAAHSAHTVKQEDIAVTGKL
SSKELQEQAEKEMYSLCLLATLMGEDVWSYAKGLPHMFQQGGVFYSIMKKTMGMADGKHCTFPHLPGKTFVYNASEDRLE
LCVDAAGHFPIGPDVEDLVKEAVSQVRAEATTRSRESSPSHGLLKLGSGGVVKKKSEQLHNVTAFQGKGHSLGTASGNPH
LDPRARETSVVRKHNTGTDFSNSSTKTEPSVFTASSSNSELIRIAPGVVTMRDGRQLDPDLVEAQRKKLQEMVSSIQASM
DRHLRDQSTEQSPSDLPQRKTEVVSSSAKSGSLQTGLPESFPLTGGTENLNTETTDGCVADALGAAFATRSKAQRGNSVE
ELEEMDSQDAEMTNTTEPMDHS                                                          
>Hsap_ENSP00000326813                                                           
MFGPAKGRHFGVHPAPGFPGGVSQQAAGTKAGPAGAWPVGSRTDTMWRLRCKAKDGTHVLQGLSSRTRVRELQGQIAAIT
GIAPGGQRILVGYPPECLDLSNGDTILEDLPIQSGDMLIIEEDQTRPRSSPAFTKRGASSYVRETLPVLTRTVVPADNSC
LFTSVYYVVEGGVLNPACAPEMRRLIAQIVASDPDFYSEAILGKTNQEYCDWIKRDDTWGGAIEISILSKFYQCEICVVD
TQTVRIDRFGEDAGYTKRVLLIYDGIHYDPLQRNFPDPDTPPLTIFSSNDDIVLVQALELADEARRRRQFTDVNRFTLRC
MVCQKGLTGQAEAREHAKETGHTNFGEV                                                    
>Hsap_ENSP00000339389                                                           
MDDPKSEQQRILRRHQRERQELQAQIRSLKNSVPKTDKTKRKQLLQDVARMEAEMAQKHRQELEKFQDDSSIESVVEDLA
KMNLENRPPRSSKAHRKRERMESEERERQESIFQAEMSEHLAGFKREEEEKLAAILGARGLEMKAIPADGHCMYRAIQDQ
LVFSVSVEMLRCRTASYMKKHVDEFLPFFSNPETSDSFGYDDFMIYCDNIVRTTAWGGQLELRALSHVLKTPIEVIQADS
PTLIIGEEYVKKPIILVYLRYAYSLGEHYNSVTPLEAGAAGGVLPRLL                                
>Hsap_ENSP00000352676                                                           
MSERGIKWACEYCTYENWPSAIKCTMCRAQRPSGTIITEDPFKSGSSDVGRDWDPSSTEGGSSPLICPDSSARPRVKSSY
SMENANKWSCHMCTYLNWPRAIRCTQCLSQRRTRSPTESPQSSGSGSRPVAFSVDPCEEYNDRNKLNTRTQHWTCSVCTY
ENWAKAKRCVVCDHPRPNNIEAIELAETEEASSIINEQDRARWRGSCSSGNSQRRSPPATKRDSEVKMDFQRIELAGAVG
SKEELEVDFKKLKQIKNRMKKTDWLFLNACVGVVEGDLAAIEAYKSSGGDIARQLTADEVRLLNRPSAFDVGYTLVHLAI
RFQRQDMLAILLTEVSQQAAKCIPAMVCPELTEQIRREIAASLHQRKGDFACYFLTDLVTFTLPADIEDLPPTVQEKLFD
EVLDRDVQKELEEESPIINWSLELATRLDSRLYALWNRTAGDCLLDSVLQATWGIYDKDSVLRKALHDSLHDCSHWFYTR
WKDWESWYSQSFGLHFSLREEQWQEDWAFILSLASQPGASLEQTHIFVLAHILRRPIIVYGVKYYKSFRGETLGYTRFQG
VYLPLLWEQSFCWKSPIALGYTRGHFSALVAMENDGYGNRGAGANLNTDDDVTITFLPLVDSERKLLHVHFLSAQELGNE
EQQEKLLREWLDCCVTEGGVLVAMQKSSRRRNHPLVTQMVEKWLDRYRQIRPCTSLSDGEEDEDDEDE            
>Hsap_ENSP00000358131                                                           
MTLDMDAVLSDFVRSTGAEPGLARDLLEGKNWDVNAALSDFEQLRQVHAGNLPPSFSEGSGGSRTPEKGFSDREPTRPPR
PILQRQDDIVQEKRLSRGISHASSSIVSLARSHVSSNGGGGGSNEHPLEMPICAFQLPDLTVYNEDFRSFIERDLIEQSM
LVALEQAGRLNWWVSVDPTSQRLLPLATTGDGNCLLHAASLGMWGFHDRDLMLRKALYALMEKGVEKEALKRRWRWQQTQ
QNKESGLVYTEDEWQKEWNELIKLASSEPRMHLGTNGANCGGVESSEEPVYESLEEFHVFVLAHVLRRPIVVVADTMLRD
SGGEAFAPIPFGGIYLPLEVPASQCHRSPLVLAYDQAHFSALVSMEQKENTKEQAVIPLTDSEYKLLPLHFAVDPGKGWE
WGKDDSDNVRLASVILSLEVKLHLLHSYMNVKWIPLSSDAQAPLAQPESPTASAGDEPRSTPESGDSDKESVGSSSTSNE
GGRRKEKSKRDREKDKKRADSVANKLGSFGKTLGSKLKKNMGGLMHSKGSKPGGVGTGLGGSSGTETLEKKKKNSLKSWK
GGKEEAAGDGPVSEKPPAESVGNGGSKYSQEVMQSLSILRTAMQGEGKFIFVGTLKMGHRHQYQEEMIQRYLSDAEERFL
AEQKQKEAERKIMNGGIGGGPPPAKKPEPDAREEQPTGPPAESRAMAFSTGYPGDFTIPRPSGGGVHCQEPRRQLAGGPC
VGGLPPYATFPRQCPPGRPYPHQDSIPSLEPGSHSKDGLHRGALLPPPYRVADSYSNGYREPPEPDGWAGGLRGLPPTQT
KCKQPNCSFYGHPETNNFCSCCYREELRRREREPDGELLVHRF                                     
>Hsap_ENSP00000364261                                                           
MSRKQAAKSRPGSGSRKAEAERKRDERAARRALAKERRNRPESGGGGGCEEEFVSFANQLQALGLKLREVPGDGNCLFRA
LGDQLEGHSRNHLKHRQETVDYMIKQREDFEPFVEDDIPFEKHVASLAKPGTFAGNDAIVAFARNHQLNVVIHQLNAPLW
QIRGTEKSSVRELHIAYRYGEHYDSVRRINDNSEAPAHLQTDFQMLHQDESNKREKIKTKGMDSEDDLRDEVEDAVQKVC
NATGCSDFNLIVQNLEAENYNIESAIIAVLRMNQGKRNNAEENLEPSGRVLKQCGPLWEEGGSGARIFGNQGLNEGRTEN
NKAQASPSEENKANKNQLAKVTNKQRREQQWMEKKKRQEERHRHKALESRGSHRDNNRSEAEANTQVTLVKTFAALNI  



>Hsap_ENSP00000365678                                                           
MQLYSSVCTHYPAGAPGPTAAAPAPPAAATPFKVSLQPPGAAGAAPEPETGECQPAAAAEHREAAAVPAAKMPAFSSCFE
VVSGAAAPASAAAGPPGASCKPPLPPHYTSTAQITVRALGADRLLLHGPDPVPGAAGSAAAPRGRCLLLAPAPAAPVPPR
RGSSAWLLEELLRPDCPEPAGLDATREGPDRNFRLSEHRQALAAAKHRGPAATPGSPDPGPGPWGEEHLAERGPRGWERG
GDRCDAPGGDAARRPDPEAEAPPAGSIEAAPSSAAEPVIVSRSDPRDEKLALYLAEVEKQDKYLRQRNKYRFHIIPDGNC
LYRAVSKTVYGDQSLHRELREQTVHYIADHLDHFSPLIEGDVGEFIIAAAQDGAWAGYPELLAMGQMLNVNIHLTTGGRL
ESPTVSTMIHYLGPEDSLRPSIWLSWLSNGHYDAVFDHSYPNPEYDNWCKQTQVQRKRDEELAKSMAISLSKMYIEQNAC
S                                                                               
>Hsap_ENSP00000372358                                                           
MVSSVLPNPTSAECWAALLHDPMTLDMDAVLSDFVRSTGAEPGLARDLLEGKNWDLTAALSDYEQLRQVHTANLPHVFNE
GRGPKQPEREPQPGHKVERPCLQRQDDIAQEKRLSRGISHASSAIVSLARSHVASECNNEQFPLEMPIYTFQLPDLSVYS
EDFRSFIERDLIEQATMVALEQAGRLNWWSTVCTSCKRLLPLATTGDGNCLLHAASLGMWGFHDRDLVLRKALYTMMRTG
AEREALKRRWRWQQTQQNKESGLVYTEEEWEREWTELLKLASSEPRTHFSKNGGTGGGVDNSEDPVYESLEEFHVFVLAH
ILRRPIVVVADTMLRDSGGEAFAPIPFGGIYLPLEVPPNRCHCSPLVLAYDQAHFSALVSMEQRDQQREQAVIPLTDSEH
KLLPLHFAVDPGKDWEWGKDDNDNARLAHLILSLEAKLNLLHSYMNVTWIRIPSETRAPLAQPESPTASAGEDVQSLADS
LDSDRDSVCSNSNSNNGKNGKDKEKEKQRKEKDKTRADSVANKLGSFSKTLGIKLKKNMGGLGGLVHGKMGRANSANGKN
GDSAERGKEKKAKSRKGSKEESGASASTSPSEKTTPSPTDKAAGASPAEKGGGPRGDAWKYSTDVKLSLNILRAAMQGER
KFIFAGLLLTSHRHQFHEEMIGYYLTSAQERFSAEQEQRRRDAATAAAAAAAAAAATAKRPPRRPETEGVPVPERASPGP
PTQLVLKLKERPSPGPAAGRAARAAAGGTASPGGGARRASASGPVPGRSPPAPARQSVIHVQASGARDEACAPAVGALRP
CATYPQQNRSLSSQSYSPARAAALRTVNTVESLARAVPGALPGAAGTAGAAEHKSQTYTNGFGALRDGLEFADADAPTAR
SNGECGRGGPGPVQRRCQRENCAFYGRAETEHYCSYCYREELRRRREARGARP                           
>Hsap_ENSP00000378260                                                           
MKCVFVTVGTTSFDDLIACVSAPDSLQKIESLGYNRLILQIGRGTVVPEPFSTESFTLDVYRYKDSLKEDIQKADLVISH
AGAGSCLETLEKGKPLVVVINEKLMNNHQLELAKQLHKEGHLFYCTCRVLTCPGQAKSIASAPGKCQDSAALTSTAFSGL
DFGLLSGYLHKQALVTATHPTCTLLFPSCHAFFPLPLTPTLYKMHKGWKNYCSQKSLNEASMDEYLGSLGLFRKLTAKDA
SCLFRAISEQLFCSQVHHLEIRKACVSYMRENQQTFESYVEGSFEKYLERLGDPKESAGQLEIRALSLIYNRDFILYRFP
GKPPTYVTDNGYEDKILLCYSSSGHYDSVYSKQFQSSAAVCQAVLYEILYKDVFVVDEEELKTAIKLFRSGSKKNRNNAV
TGSEDAHTDYKSSNQNRMEEWGACYNAENIPEGYNKGTEETKSPENPSKMPFPYKVLKALDPEIYRNVEFDVWLDSRKEL
QKSDYMEYAGRQYYLGDKCQVCLESEGRYYNAHIQEVGNENNSVTVFIEELAEKHVVPLANLKPVTQVMSVPAWNAMPSR
KGRGYQKMPGGYVPEIVISEMDIKQQKKMFKKIRGKEVYMTMAYGKGDPLLPPRLQHSMHYGHDPPMHYSQTAGNVMSNE
HFHPQHPSPRQGRGYGMPRNSSRFINRHNMPGPKVDFYPGPGKRCCQSYDNFSYRSRSFRRSHRQMSCVNKESQYGFTPG
NGQMPRGLEETITFYEVEEGDETAYPTLPNHGGPSTMVPATSGYCVGRRGHSSGKQTLNLEEGNGQSENGRYHEEYLYRA
EPDYETSGVYSTTASTANLSLQDRKSCSMSPQDTVTSYNYPQKMMGNIAAVAASCANNVPAPVLSNGAAANQAISTTSVS
SQNAIQPLFVSPPTHGRPVIASPSYPCHSAIPHAGASLPPPPPPPPPPPPPPPPPPPPPPPPPPPALDVGETSNLQPPPP
LPPPPYSCDPSGSDLPQDTKVLQYYFNLGLQCYYHSYWHSMVYVPQMQQQLHVENYPVYTEPPLVDQTVPQCYSEVRRED
GIQAEASANDTFPNADSSSVPHGAVYYPVMSDPYGQPPLPGFDSCLPVVPDYSCVPPWHPVGTAYGGSSQIHGAINPGPI
GCIAPSPPASHYVPQGM                                                               
>Hsap_ENSP00000395487                                                           
MEAAVGVPDGGDQGGAGPREDATPMDAYLRKLGLYRKLVAKDGSCLFRAVAEQVLHSQSRHVEVRMACIHYLRENREKFE
AFIEGSFEEYLKRLENPQEWVGQVEISALSLMYRKDFIIYREPNVSPSQVTENNFPEKVLLCFSNGNHYDIVYPIKYKES
SAMCQSLLYELLYEKVFKTDVSKIVMELDTLEVADEDNSEISDSEDDSCKSKTAAAAADVNGFKPLSGNEQLKNNGNSTS
LPLSRKVLKSLNPAVYRNVEYEIWLKSKQAQQKRDYSIAAGLQYEVGDKCQVRLDHNGKFLNADVQGIHSENGPVLVEEL
GKKHTSKNLKAPPPESWNTVSGKKMKKPSTSGQNFHSDVDYRGPKNPSKPIKAPSALPPRLQHPSGVRQHAFSSHSSGSQ
SQKFSSEHKNLSRTPSQIIRKPDRERVEDFDHTSRESNYFGLSPEERREKQAIEESRLLYEIQNRDEQAFPALSSSSVNQ
SASQSSNPCVQRKSSHVGDRKGSRRRMDTEERKDKDSIHGHSQLDKRPEPSTLENITDDKYATVSSPSKSKKLECPSPAE
QKPAEHVSLSNPAPLLVSPEVHLTPAVPSLPATVPAWPSEPTTFGPTGVPAPIPVLSVTQTLTTGPDSAVSQAHLTPSPV
PVSIQAVNQPLMPLPQTLSLYQDPLYPGFPCNEKGDRAIVPPYSLCQTGEDLPKDKNILRFFFNLGVKAYSCPMWAPHSY
LYPLHQAYLAACRMYPKVPVPVYPHNPWFQEAPAAQNESDCTCTDAHFPMQTEASVNGQMPQPEIGPPTFSSPLVIPPSQ
VSESHGQLSYQADLESETPGQLLHADYEESLSGKNMFPQPSFGPNPFLGPVPIAPPFFPHVWYGYPFQGFIENPVMRQNI
VLPSDEKGELDLSLENLDLSKDCGSVSTVDEFPEARGEHVHSLPEASVSSKPDEGRTEQSSQTRKADTALASIPPVAEGK
AHPPTQILNRERETVPVELEPKRTIQSLKEKTEKVKDPKTAADVVSPGANSVDSRVQRPKEESSEDENEVSNILRSGRSK
QFYNQTYGSRKYKSDWGYSGRGGYQHVRSEESWKGQPSRSRDEGYQYHRNVRGRPFRGDRRRSGMGDGHRGQHT      
>Cint_ENSCINP00000003628                                                        
MSNRSRKNEERSIRKAHQNNRKHKELSYFVDDENYAGFSNQLATLGLTLKDIPGDGNCLFRALADQLEGNSRRHLHHREE
TVRYMVEHRADFEPFVEDDCSFNDHVYKLRKDGTYAGNDAIVAFTRNNGVNVVIHQLNAPMWTINGNERSRRQLHIAYHN
GDHYSSVRKLTDDTDGPTNIKLTSKHENKSTSGRRESKKKATASKRRTPTTQDPNISQWDSNVSPVDDDESYQAQWNDHI
WDHNGTGTRIFGNAGTNVQATTNKTNISHPQKKVSNKHRKEQARKERKKRSDERKKNSSNRASPSDSDDSIKPIIMVWQQ
HWFLGVNSILPRCLKLLHPPLWRLLSAF                                                    
>Cint_ENSCINP00000014511                                                        
MTILPKKKVTKDKIQNDKTQGSHEHLSTQHHSQHSESVSSRARHETSQIRSTAHSSGQLDDRQHRTRPRHPPEFQVLAST
ENQASPLGPAYDTSVVDGATGVACGLVDPALQLHARVTQASSDISDVPPVVLNVPVPGESSVIERPAVVKRRHGRQSPHS
IPYSRTGKNSRGSPTTPDNAGSSGMLAPASKHHGAMRRHHSVQDDRRPISPPVNVGLGNAARSTRRRQRSRAEGKEDKVE



HNSDDEYDAARLRRLHQGVNFEELETKFAQALKEVRGFVIKETVEDGACLFRAVAEQVYGDQNMHDEVRRNCMDYMTKNS
DFFSHYVTEDFVAYVTRKRLPHTHGNHLEMQAMAEMYNRNIHVYQYSTEPINTFQSSNITGNEPIRVSYHRNSHYNSVIN
PYKASVGVGLGLPSFHPGLADRKLLDSAQRASEQELLERQMLEDKFLATDWENTEDEMVREVAHSSLVQYLQHQEAMARA
KKNTTGNSTEATEPTCSQEATSSQSATASALPNTEMAIKESNAAEDSSLAPSTSQASFPIFSNTGYSDWVDQSDESAVLA
QVMAQSQREYYEALTKPGTSSTATCSKYPTYH                                                
>Cint_ENSCINP00000019374                                                        
MSDIEIESLTAKEALLQKHRKEKKSLQAEIQTIKKTVPKGDKKRDKLAKQKISELENELTTKHKHELEALDQQQEKEGGD
SPAVGAGNVVEVELVQKSKGKAKRKQVKKALKAKEISERLAQAELDYKNSSRHKEEEEIKKILKEQGLMVKPVTPDGNCM
YHAICDQLTNNIVNMADLRKRTASYMRDHVGDFMPFLSTDAGDAYTSDDFETYCSDIEKSGIWGGQLELQAISHVFKIPI
HVIQAGSATVKLGEEYEGSPVLLTYHRHELGLGEHYNSVTTFLEDKEDL                               
>Cint_ENSCINP00000024265                                                        
MSKTEKRWSCPSCTYDNYSASSKCSVCLFPRVPEVIRPPPPNQDAGLLIESFSDFSDTKDNEHQLIICPSDALRKPGKHK
SNSTEDVKKEETGTCTFINSPQHTLCSKCRTSKDSTSPSGASAKGATASNSEAATEDNNTKNRKWTCAVCTYINWCSSKM
CVMCQNPQPLSNARIVSDIENACSSRSITNNGQRGTACGGNLSRSMSSSHLPSSRLEILDNRSMKTRSRNQNWLFLKACI
GVVEENAEAVDAYLANGGNIARTLTLDEVNLLNRPSAFDVGHTLVHLAIRFQRHGILALLLNPEATHLSPQIADLIRREI
MASLRTRKGDFHCRFLSEFTTFQLPIEICDLPPTIQKLLFNELLDQNVQKELEEECAINWSPSLMHTGDCNSRLYALWNR
SAGDCLLDSVLQATWGVFDRDNVLRSAMSESLQDCATSFFRRWREWEQYQAQLLGFTFTERQCLQDWAFINSLAQQPGAA
LEHCHIFVLAHILRRPIIVYGIKYLKSYRGDTLGFAKFQVPLLNNKFKSKSSTAAAGKESFYLTQFCNCFPGVYLPFLWD
QVFCYTSPIALGYTRGHFTALVTMENDSKDICAGAQHRNQTYNTIKHLPLVDSDGKVLPIHFTLRGQGVSEDQRKEILKE
WLDCHVTDEGWLVARQRLGKRPPSVTRLLDEWLDHYRHMSFRRLGEEGHSDAE                           
>Cint_ENSCINP00000029247                                                        
MSNRSRKNEERSIRKAHQNNRKHKELSYFVDDENYAGFSNQLATLGLTLKDIPGDGNCLFRALADQLEGNSRRHLHHREE
TVRYMVEHRADFEPFVEDDCSFNDHVYKLRKDGTYAGNDAIVAFARNNGVNVVIHQLNAPMWTINGNERSRRQLHIAYHN
GDHYSSVRKLTDDTDGPTNIKLTSKHENKSTSGRRESKKKATASKRRTPTTQDPNISQWDSNVSPVDDDESYQAQWNDHI
WDHNGTGTRIFGNAGTNVQATTNKTNISHPQKKVSNKHRKEQARKERKKRSDERKKNSSNRASPSDSDDSIKPIIMVWQQ
HWFLGVNSILPRCLKLLHPPLWRLLSAF                                                    
>Skow_XP_002739949                                                              
MADKRLSLRCQTKHGRHAVEGLTLNSTVEHLLEKIQELTKIPACSQKIFQGYPPKETDVTNPNTKLSTLPFRSGDTLIVE
EAPCGKIASNLVTKTDNSEVIIQRRLTRISVPADNSCLFTSVSFLMEAPEISTGRARDLRHLIARIVSSDPVKYNSAFLG
KDTHDYSAWILSDETWGGAIEISILSKVYSVEIAVADIQTVRVDRFGEAMNYKKRIILIYDGIHYDPLAMETGDPEEPLQ
RVFSTQDDTVLAKAMEIAESARLMKHYTNLSNFKMRCIVCNTGLTGPAEATLHASKTGHTNFGEI               
>Skow_XP_002739314                                                              
MTILPKKKANKEKNDSDGGENRPHSHGSAHSSSDPRSRARNSPPRWPLTPSRDEGRTPHETRTNYERHDNLDGASGSTPH
KRRHRASSSPHRGGRKHRDVDVGDLGASASCSSEAGYNSGDEYDNVFCTGPEKDVDEMERRFEKALKEKRGFIIKKMVPD
GACLFRAVADQVYGDQEMHSIVRNHCMDYMLKNSDHFSQYVTEDFNAYINRKRTDNCHGNHLEMQALSEMYNRTIEVYMY
GTEPMNTFHGSQRTDNEPIRVSYHRNIHYNSVVDPYKATIGVGLGLPSYVPGQADTNLLHDAVKVSEDWHIEHAMLEDKL
KATDWEATNEAIEEQIARESYLQWLQDNEKRARKDETSCSASATSVSGTSSNWWDNVSTSGEGSQQQQRRAGGHSPLSRG
SNHGSPPHIPIQPVEQQQQQHQQSPLHPNVGSPLANITENPLIASFSSPISTPPMGSPQGACRPSSPRPSTAGATALETF
QPETYIRELSPAHYGLSGWDDDDALLARVLAASHQEYLDNLRKSAGVEPDHHHSGGAGPSS                   
>Skow_XP_002738303                                                              
MRANVFHVDDNRIHAKMPRKKNWKRSEAMKRRSAVDKSAPHSSNVPSVLGVIPAEELKWDVNVSANTVPQDANITANIVP
RDVNTIVNIVPRDVNTTANIVPRDANTTANTVPWDANIIANIVPPDANTSDNTVLVNDDKDNFLKDGNGSVIEEGMVSKL
IFDTEGTNNQWTGNDINPIFSVQGSFHQGDSQFLDNSGKQCVANSLVSIIFSQIRHVEYWHKDDLDVILQTGNELYGFLQ
RSTTMQSAFLLVTELPQILDLFDTQFTLSIGESLTGIIGQTDSEISFPIQGDGNCFFRALSYAISGNENNHRKMRMSIVR
HLMDNDSAFYSYLRPGYESVADYVSSSRMRYSRTWATEVEIFAAADFLKTDICTFTRNKWLEYSNRQINKNAANNGKAIY
LKHCNEIHYEVVQCVKPPGTVICECSHNVQPQVKQSTTSKRTIYSTINCFSSCDLKVADKQCIPVTNSFDCLPSTCYSTL
GKRLKRKGRRANNKTRRDNYRRKKAMDQKLKYTDDGCQTKKCKLQDIVRYHTENRFREIKKLQSRSVYKDNATLRRAKRE
HSIKKYAENESHREAKKIIDTVINEFRSETKDGPEYVCSVCHRRLFKNQVLECKKEMYSRRINSVSSVAEKCITEDYLHK
CTMTCNNDCVSSRSSETKLWICYTCHRKILNGNMPAEAVANNLHLNPIPEELCCLNSLEQHLICLHIPFMKMLALPKGGQ
NGVHGPVVCVPSSIDKAISVLPRCEVDDQMIRVKLKRKLSYKGHYQYQFVNDSHIKTALEYLHVNNKWYNNVRFNETWTN
PLARIDEEVEEVCDADDSLSPLANSNSESHDNEDHEKERHGMFHDTCLQPVDIAQEVLDQHFDNIACVAPAEGNSPVKML
EDEGNEAKSFPVLYPSGSPTFHDKREERITLARYLHGRLMNADGRFARNTDFIFYAQYLSEVQQVISNVSIALRKGSGKA
CDKSVTASTLIDTQSLKKLLEYDEGYKFMKPIRGTPPFWQSAQKDLFAMIRQLGIPTWFCSFSSADMRWPEMIESILREE
GDSRFAEDLDWSEKCALLKKNPVTAARMFDRRFHCFLKKIILSPAEPIGKIKDYFHRVEFQQRGSPHTHCLFWVEDAPTI
DKDPDEQVTEFVDKYVTCEIPSQEHDEELYEIVNSVQKHSTRHSKSCRKQGTECRFNFPRPPSKGTFISRANGLNGSEDN
DKDNIESEDVDDIDIESDEHDAAPLPKEMTNAEAKSILTKIWNALLHSEIEFYTVDDLFNNIGISQDVFERAYSKLTKKT
SVVLQRQPNAVWVNQYNKDLLQCWNANIDIQFIVDAYSCIVYIISYISKAEREMGLLLDHAQREASNEGNVDAQLAMKKL
GGVYLHNRELGAQEAVYRVCNLKLKEGSRKVHFIPTGENPIKMSLPLEVLQKKCKGGNLSKDDIWMTSMVDRYKNRPKDL
YFDILCLASFVSEYRILSTSEASKKGKNAVPLENGLGYVMKRSRTEPAVVRYPRFSVSKHPEKHYQSILQLFLPYRADFQ
LKPRTFESFEEFYENGAVKVGVNKVETVKAIVNRNRALFEKEADAIEEAEKIMEKHPSLEDAWAQIHSESELQRLECKEN
APPDSLSENGDIDDSIPDLLPKSENGSSSDVYLHCGISRDDANILMRSLNYQQLDIFYTVREWCLNTVNGESIDPFYMFL
TGGAGTGKSHLVKAIYYEASRILARALPNPDDISVLLTAPTGVAAFNINAGTIHSTFSIAIDAKLPYQPLGEEKMNTLRS



KMASLKILIIDEISMVDKKLLGYVHGRLRQIKQTRDYSPFGGVSVIAVGDFYQLAPVKGKALYVNSEGVDLWNDYFSIAE
LTDVVRQQNLEFVATLNNIRTRTRVEELEPESVKMLQDCETGEDSDGIHIFATNKQVDECNVTKLHFKCNDPVCIEAEDF
GRNPKTKKMEKQDVQFAKVYNTNLPKSITLAIGARVMLIKNVDVSDGLVNGVFGTVAHICLTPGENFPSGIYVVFDNEKI
GNNVRKQSEEFSLLPKNSTLIKPQEDRVNNGGGIRRQFPLKLAYACTVHKVQGITVEKAVVTLDKMFAGGQAYVALSRVK
TVDGLIIRGFKESVIYCNDKIKDAVSTMPKFITLSEKKSNIDSSYTIMLHNIEGIYAHIEDLKHNKFLNADFICLTETWL
SNTDTLDILQLHDYNFQHKSRSLSYNNFNENTADLAQQAHGGVCVYSRTENTVEFLNLPVSNLEYLAFYVTDARLAIAVV
YRPSSYKADTFRKSLLCLVTELEKIPGGNIILGDFNENLLLCSGVRKIMEGRGYTQYVTQTTTESGTLLDHVYAKWKEII
SVEVMQTYYGFHEAVCVKL                                                             
>Skow_XP_002735828                                                              
MGDSRKWTCEYCTYLNWPSAVKCTLCRAPKPLHIIPPETSSSRPDVSSSSSPLICDKTQVCENENNKPGASRWSCKSCTY
LNWPKAINCMQCHSPKGGNIIANESGSPRSSTRRKPPTSPDSDKSRSRMMKWNCSACTYDNWPRSKKCVLCHTARDKIKT
DAEQASTSSDYDDNKRNIGNGITKTSPTLPTPIGASGIQTIELAAAAGIASASSSDKEHRRVKLRKRMRKSDWLFLNACI
GVVDNDIQAVEAYLTSGGDPGRQLTQDEINLLNRTSAFDVGFTLVHLAIRFQREDLLSVLLTPDVASHALKRMPCHVSSD
LATDIRRDIAVSLRQRKGDFPCCFVTDCVTFTLPVEIEDFPLPVRNQLFDEILDRDVQKELEQESHIINWSMELSERLGS
RLYSLWNRTAGDCLLDSVLQATWGIFDQDNTLRRALSESLNEGAARFYVRWKDYETIQAENLEYSLDEEQWQQDWAIMLS
LASQPGAPLEQTHIFALAHILRRPIIVYGVKFIKSFRGETLGYARFQGVYLPLLWEPGFCWKSPIALGYTRGHFSALVSM
DTDTDSNLGAGAYVDSIDDVQVTYLPLTDNEGKLLPVHFIATPEVGTEERLYHDWMDCMVTEGGNLVAQQIIHKRKRPVQ
VSQMLEEWLERYRKMTRRQ                                                             
>Skow_XP_002734464                                                              
MVHDKRRDGSPLELPLRLQLINPVKSRAVQEYISSLVKRPPSIHQPCYILGSTSVTLTLPPLNVFPEEFQTFLYQDLIDK
QMLATLYNAGELNWCSAVKRVLPLQTTADGNCLLHAVCMAMWGIDDSNLFLRRHLYRGLVETEEFTESMKKRWENERKKQ
DVAIPGGGLRYNSTQWNGEWETMIRIAAADRKPASDGGLPYECLDEFHIFLLSNIIRRPIIVAAEKMWRDLDGHSFQPQN
FGGVYLPLCWEPKDCVKTPLLLAYDSMHFTPLVFQDSCNIGELESMTEGLEYAFPIVKKDQTPLIIHFLLDDEERQAMDL
LQNYLSIKELSSQHGGKSEKILCALMQLDSLPEELNLIRDIFNLAESQYRTYLEREFGGDDAVPGVPENASGGRKQPQQC
AMENCVKIGDWTPGDGICDDCLKQLQGNSLVHQGSDQDFTKQVRKVETQLLKAGEDEISDGRNILQTSQYSLKGSPIGAV
SGADAGVPFPQRPETVVRLPTYEEVLKEQKSKVPKPAEYIPSILPVKCETLNCPFFCSISTGKHCHECYDKVSRTNLKPS
NPAQKPADKCITPSCMNVGFHEWNNLCKVCWDQSVFDNQGSEPPLEATAPPPSVNVLRSASVSTPLIHSSHVNLIDEERK
SSSLPSYGVGKLGVGTGKCIIPDCPMTSDPRCNGMCERCSRDQLKVYEQCRQDRKPATAKIAAASHVNADPSDNKNKDVL
KCKKAGCEMYGAAHTGGFCSKCYWDEQLEILNLSPGLHKPERDFRHARKYYKCTTPTCTRTGFESNGGLCNECAGVEFPP
LNQIPAQKHEEAVPAVSPLSRAEGVTVKQKTFKVQKHLCVNPGCNGVRIVYEVANGMCLQCYRKATNKLVKETEALARPQ
KHVSEQRTKIAAACTIPCVNPNCDNMAISEDTKLCQRCFNVLEAATAHSTMKNTTKEDRKKPIKRTSESSLRCANSECSG
FRCQGTQGFCRICFNKFCEREPREVRPPQPRKQKCQAAWGCEMYGSPATNNLCSQCFRREAEMLKSGRSAMYHQQFPAEN
NPQNGMGRIYDEQWGEPYHPRKCVTPGCHYEGNPNILDGLCDHCYHVYRDIQQAPEYTKFTPKHKELVVVPGDTRPTCRY
EPCDHYGNPKCFGYCNECFEVLLINMPGMMGILGRVANSTPHHAKAPLDYKWEHQYCISGDKPDCKEDPVPYDPVLLMGP
DVPFFCKEECLTLGTVLTKF                                                            
>Skow_XP_002733238                                                              
MPRKKNWKRSEALKKRVLQDKNEDESTVKEVHEIISKDVEFNTVMHLKDCQYNQTGNELNPTVSVQGSFHQGDPQFLNNS
GRQCVANALVSVIFSNIKDICSWDKYDLDTILRSGNELYGYLQNSTTINHELLLVTELPQILDIFDTQFTLSIGEPLFGI
IGKVAVETDFFMSFDNALNVSLREYNACFVIFGGAAFAVIKKDSIYWVFDSHSRNSKGMVMPDGASVLIMFNSVKEVHEH
CCNLALSMHAIENEQFEVTGISANVDCHTGGNNETLSEDDVQVIASEHTPLLYCPLTLELRESLCTVLNIQNEDKTEYIH
SRLNMEMGEPCKTKTIKEDGNCFFRALSYALSGTENNHRKIRLAIVKHLKDNPTAFRSCLRSDYDSVENYLLASRMKYLT
TWATEVEILAAADLLRTDIYTFTRDKWLKYSNHQIHNNALNSGKAIYLKHCLNIHYEFVECVKQLGVETCGCTHNVGMTY
CSMEFESQVRQRRGTKRNYILAQCEQWKTKKEESPLPIIIPDHLKHRTKRIKQYVAKRRKLDKEKERYHNDTDIKQYDEN
EYHKKNIKARVTLSRKLSANKQQNMESVTSLFRNEVCNGPEYVCSVCHRQLFRNQVILCKREIYSTKENKVTRVAEKCIT
DDYLHKCTSICADNCVYMRTGKTELWICFTCHRKILKGRMPAEASVNNLHLQRIPQKLNCLNSLEQHLIGLHIPFMKMLA
LPKGGQNGVHGPVVCVPSSIDKTTSILPRSGPDDQMIQVKLKRKLTYKGHYQYQFVNDSHIKNALRYLKMNNKWYNNVEY
NTDWTNPLSRIDEENEGNEQDNTSNLTETESQLQDDDCEKEQQGMFIDTCLQPVDIAQDVFDQHCGNISCVAPAEGNSPV
KMLMDESNEAKSFPVLYPTGSPTFHDKRDEKITLSRYLNTRLMNADGRFARNTDFIFYAQYLSEVQQVVSNVSIALRKGS
TKSCSKTITASTLIDTQSLKDILKNDEGYKFMKPIRGTPPFWQSAQKDLFAMLRQLGIPTWFCSFSSADMRWPEMIESIL
NERGDYCKTEELDWSEKCAILRNNPVTAARMFEHRFHCFLKRVILSPAEPIGKIEDYFYRVEFQQRGSPHTHCLFWVKDA
PIIDKDEDHKVTEFVDKYISCEIPSSEQDEELFDIVNSVQKHSMRHSKTCRKQGTTCRFNFPRPPSEKTFISRIDESESN
DDHESENIENDVVQPEYTDDDDDEVEGNNHQGSVGKLMTNDAAKAILTKIWNELSNTDNNFTTVDSLFTSIALSQELFER
AYSTLTKKTSIVLKRQPNDVWVNQYNKDLLRCWNANMDIQFVVDAYSCIVYIISYISKAEKEMGLLLDHAQREASEEGNV
DAKLAMKKLGGVYLNNRELGAQEAVYRVCNLKLKEGSRKVQFIPTGENPVKMSLPLEILQNKCKTGNLNNEDIWMTSMVD
RYRNRPIEERFDIMCLATFVSEYRVLSNSEVSNMGNARNRVIKLNNGLGYVLRRTRTEPAVIRYARFSLTKHPEKYYQSI
LQLFLPYRTDFQLKPESFKSFEEFYQTGAVKCGCSALETVKVIVDRNKAMFEREADVIDAAERLLEKHPSLEDAWAQIHP
ESELERLECLGKAKDNSESDEEESVECIPDLLEKDKNVCSTEVYHHCGISRDEAKILLRSLNDRQCDIFYTVRKWCLSKC
NGIHVEPFHMFLSGGAGTGKSHLIKAIYYEASRILAHTVPRPDDISVLLTAPTGVAAFNIDALTIHSTFAIAVDAKLPYQ
PLGEEKINTIRSKLANLQILIIDEISMVDKRLLVYVHGRLRQIKQTGDYSPFGNVSVIAVGDFYQLAPVKGKALFVENQG
IDLWNDYFSIAELTHIVRQQDSKFAETLNNIRTRQKSDEMLTSDVNMLRCRETGEECDGIYIFATNKEVDKCNVEKLHSL
CSDPICIRAQDFSRNHKSKKLERKDTLYVKVYNTNLAKTVTLAVGARVMLIKNIDVSDGLVNGVFGTVSYISLNPGEIFP
SKIFVVFDNKKVGIKLRSQSESFSSLPENSTQINPQEDRVNNGGGIRRQFPLKLAWACTVHKVQGLTVEKATVSLGKIFS



PGQAYVALSRVKTLNGLVIKEFKESALYCNDKIKDAMITMPKFITFTDEGSDSVCSYSFMLHNIEGLYSHIEDLKFDKRF
LKADIICLTETWLPNANPPSVLQLDNFRFHHQPRSLCYDTSDKLTAELKEQAHGGVGVYYSFHRCIEFLDLSISNLEYLA
FHVNDANMKVAVVYRPRSYKADVFRRNLLTLATEMDKIPGGTIIMGDFNENLFVSSSVRKLLEDKGYKQCVTEATTESGT
LIDHVYVKRIDIVSADVVQTHFGFHEAICLKL                                                
>Skow_XP_002731050                                                              
MASAGDGLNNKEILEQRHRKERKELQNQVRNGRLTAIFLKNSVLDPYPRHVWIDQVQTSHTHGKIQAIKRGVPKGDKKLK
KEAQIEIAKLEAELHQRQELEEQEFKLSTESTGLVNEVAAHVDKLCVDDATSDKPQRISKAQRRKNKKAAKDKEREKLIA
EGEEANIHGPRNVEAQKLKMILKERGLGIKEIPSDGHCLYNAIQDQLYTQGIEMYTLSKLRQLTSDYMLSNCDDFLPFLI
NPNTGDLLTHDEYEQYCNNVTHTAAWGGQHEVSYYILLHIYHKHVYGLGEHYNSVISKDLLDGDEEEES           
>Dmel_FBpp0071181                                                               
MDMQVQRPITSGSRQAPDPYDQYLESRGLYRKHTARDASSLFRVIAEQMYDTQMLHYEIRLECVRFMTLKRRIFEKEIPG
DFDSYMQDMSKPKTYGTMTELRAMSCLYRRNVILYEPYNMGTSVVFNRRYAENFRVFFNNENHFDSVYDVEYIERAAICQ
SIAFKLLYQKLFKLPDVSFAVEIMLHPHTFNWDRFNVEFDDKGYMVRIHCTDGRVFKLDLPGDTNCILENYKLCNFHSTN
GNQSINARKGGRLEIKNQEERKASGSSGHEPNDLLPMCPNRLESCVRQLLDDGISPFPYKVAKSMDPYMYRNIEFDCWND
MRKEAKLYNVYINDYNFKVGAKCKVELPNETEMYTCHVQNISKDKNYCHVFVERIGKEIVVPYESLHPLPPDEYRPWSLP
FRYHRQMPRLPLPKYAGKANKSSKWKKNKLFEMDQYFEHSKCDLMPYMPVDNCYQGVHIQDDEQRDHNDPEQNDQNPTTE
QRDREEPQAQKQHQRTKASRVQPQNSSSSQNQEVSGSAAPPPTQYMNYVPMIPSRPGHLPPPWPASPMAIAEEFPFPISG
TPHPPPTEGCVYMPFGGYGPPPPGAVALSGPHPFMPLPSPPLNVTGIGEPRRSLHPNGEDLPVDMVTLRYFYNMGVDLHW
RMSHHTPPDELGMFGYHQQNNTDQQAGRTVVIGATEDNLTAVESTPPPSPEVANATEQSPLEKSAYAKRNLNSVKVRGKR
PEQLQDIKDSLGPAAFLPTPTPSPSSNGSQFSFYTTPSPHHHLITPPRLLQPPPPPPIFYHKAGPPQLGGAAQGQTPYAW
GMPAPVVSPYEVINNYNMDPSAQPQQQQPATLQPAPLSVQSQPAAVYAATRHH                           
>Dmel_FBpp0075358                                                               
MCDGDVAIAELESRLDEVSLEDIGARHRRERKDLQAKLQAMKKNAPKNNKNKRKEFLEEMARLEGELEQRHKAELKAAEA
MEAPVLVEPVVKEPAEKPETEVTDDDGIEEKEEQLAPNQRVSKAQKRRDKKAKEARAREAEIKTELQNAANQPTPKLIEL
QQITAKLSQRQLSLHNIPSDGDCLYQSIRHQLIVNALPGHSVQELREETANYVRAHKDSLISYMIHPETGDILNDQQFEQ
YCHDIAKTHAWGGHIELKAISSLLRVPIEVIQAEGAPTLLGQEEFGGSPLIICYHRHIYQLGAHYNSTVPAA        
>Dmel_FBpp0076867                                                               
MTGSFSVKLKSKKGQFIVNDLNEHTTLGELKTKIVQATDIEATQLHVLVGYPPKPLDLSQQQEQRALKAVGINSGETLIV
EEKAAPAPAAPVPGGTTVEDDEALARRLQAEEEAQLLQETAGGPVAQAADYQLPVAPTESGPNGDFNGILLKKVVPADNS
CLFTSIRFVLNGKVDNEGSEMMRHIIAQEVAADPQSYNDAVLGKSNAEYCAWIQKADSWGGAIEVSILSNYYGIEIDVVD
IQNAIINRFGEDKNFGLRVFLLFDGIHYDPLYMETSPSAAPATIFPVEELGVYQQAEQLANEAQSSRQYTNVDKFTLRCM
QCDVRLVGQVQAQEHAKQTGHKNFGEI                                                     
>Dmel_FBpp0077113                                                               
MSEVLQRLASTEVRKARDPIDRFLERRQLFRKHMLGDASSLFRVVAEQVYDTQMLHYEVRMECVRYMFTKWKTFRRFVSG
DFDEYLWHLGKTKTAGTILELGAMCHLYRRNVIIYEPFDMGRMVTYNKDYKEILRIFMNSMGHFETVLTMQDVDMAAVCQ
SVSFKMLYKHLFRLPDVDLAVEWMLYPDTFKMGTEYEFDSRGRAIRLLCRNGRSFKLDRPESTICLLENSQMCPFHNRRL
AMGGQFADFSCMRILLEENNIPFSYLVAKSMDPCRYRNVELTSAIEARREAYEFGIYIGDYNFKVGAKCQVQLDTNRRDL
LSACYIQSIDKKKSVCKVFIEEQGKLVDVPSDNLHPLPPDEFKAWDFARKRPQRLHNSQMGRQSVQGDQQGFVPDPMPGT
APSMPPPPVADPRPVNVTAQQPPVFGPSRWMEPTRPLMPNPLMIHQTGSFVFVQQPRVGPPSVMMHVLIIVHNAPYMLAF
DHAPHPPAPQCTAPF                                                                 
>Dmel_FBpp0081569                                                               
MCDTKDDAQKWKCETCTYENYPSSLKCTMCQASKPLLNEDIFRLSPAQESCTVAEEAAAVEVAVMSPTPSSTCYSLQPQS
QARQSNVADSEKWPCKVCTYLNWPRSLRCVQCCTKRGGEAIERGKKDMDNEADGDRAGEALQALRISGSEENLANKPVQL
IGATASHRLSLSRGIDDATHLNNLANASHNQSQSQHRQPVLQQQMQLQLQPQQQRESSSSAAVPPQQQKQCYVSKWACNS
CTYENWPRSIKCSMCGKTREREISGSQNDLHASSSLNSQEENQQQLQQPNVDTVSVNNSFNKKHIYQLGSSETINNCDTL
QERQERRQRQIRRQVDWQWLNACLGVVENNYSAVEAYLSCGGNPARSLTSTEIAALNRNSAFDVGHTLIHLAIRFHREEM
LPMLLDQISGSGPGIKRVPSYVAPDLAADIRRHFANTLRLRKSGLPCHYVQKHATFALPAEIEELPIPIQEQLYDELLDR
DAQKQLETPPPALNWSLEITARLSSRMFVLWNRSAGDCLLDSAMQATWGVFDRDNILRRALADTLHQCGHVFFTRWKEYE
MLQASMLHFTLEDSQFEEDWSTLLSLAGQPGSSLEQLHIFALAHILRRPIIVYGVKYVKSFRGEDIGYARFEGVYLPLFW
DQNFCTKSPIALGYTRGHFSALVPMEPFTRIDGRRDDVEDVTYLPLMDCELKLLPIHFLTQSEVGNEESMMRQWLDVCVT
DGGLLVAQQKLSKRPLLVAQMLEEWLNHYRRIAQVITAPFIRRPQITHYSSDGDSDEE                      
>Dmel_FBpp0271813                                                               
MTIKPVSAPPSAKRVAGNVDPDNKEAQVVVVEQSVVSQTHNHAHNHRNVVIDGQSPQRRGEVYDELARTHRCSPHKSTRS
KRREHHEAHAHLYKRDRLEREKLVHPTAAAGSGAPGVSGSKCNSPPSTSTSGSSSPSAVGRNSPEHLGLGCTTVPTAQVQ
MSTSTAAANLLKTVEETFSGYNSGDEHHQPKERLIPVEEWQRRDLEFAKCMEQRGYELKPVEEDGACLFRSISLQIYGDE
EMHDVIRQHTMDYIHENREYFGQFVTEDINSYIQRKRARDAHGNHIEIQAISEIYSRTVEVYCYQSNPINIFNSEQSQAG
YPPLRLSYQRGSHYNAILDPYNATVGVGLGLAGYKPEIQTKEAVRLSEQLEIEQTMFEDKLKTTDWEATNEAIEEQIARE
SYLQWCRENTQRSRNSNTAAGSATSSTVTSAEALTDSDASPSKYSACGGTGSSGNPPVALTSGSGGDGAGPAFSLSPKTL
NQFSHKLPQEVNELGGYDSDATDMSSTSSVGHSGGSSSPSTAASQRSGKGSKSQRRATALRKKRRHETRETTLASKSAEA
LEAPLRKSPKRDSAPSVARADTPEAEQRPSTSKQSSHSPQKNVDSKSPTEQSYSSFYQELLEASYANEGANESEMLQQAI
QMSTRDYMEDQKRKFLFGP                                                             
>Cele_B0546_2_1                                                                 



MTILPVKKKREKDSQQRSVSTIGSSAENSRQQLSGPSCSSSASSSSSAAKRIRSQEDGPPSKRWVLSASSTSSTNKSPIP
SSSPVLPPPQPEIEPNRSQSPGNADYNSDDEYEMQNIRDDEIETEFSNRLAARGLIIKEMVGDGACMFRSIAEQIYGDQE
MHGQIRRLCMDYMSNNRDHFKEFITENFENYIQRKREENVHGNHVELQAISEMFARPVEVYQYSDEPINVLLPRPEPEAT
ALTDGSASTSNAAPPPSTVPIQQNPPLRLSYHRAVHYNAILAPNIPTIGIGLGLPGMIPGSADKELMSTAMKTSELEHIE
ETMLQDKIDMTDFQRTQADIEDQITRESLISYLNDFEKSKNAPSTSAGAPGPSNFSGEPPVSGSGLYEEMLAAQSLEWDA
YTDDVAIAEAMLVSQQDYMSNKPSTSSSGSGPSTSE                                            
>Cele_F21D5_2_1                                                                 
MSSDGEQDEENPILARHRREKKELRGKILAKKKAAKCGNKQMQKEAGAECEKMEKEMDERHKKELEEAKKPEESEAVPAE
NPEASTLSPPSPNPEGSDNDGEGPSSSAFYKTVKISNKAAKKQDKKKKTADKMKAAEAADKEAGKNQLSDRQMEKAAVKE
MLAEDHMKMIDIPADGDCMYNAISHQLQEEGIEISVRKLRKRCGTYMREHSEDFRPFIEDMANMDSDSSWATYLGGVENV
AEIGGVWGGELELKACSMIFEKTIVVYKQYGGRHTIGEEYSSPKDRALRVVFLRHAYSLGEHYNSTCPY           
>Cele_F29C4_5                                                                   
MGLQWNNVFHQRQDFVHSCTHRVERLLELEELRKRLVNTGNSCYYNSTLQAMSSCGPMVVRCENLYRMVRYKIRFLDNSL
NINQTQPCDIKNNNIVLRNFLKIVSCLQLGGHLNEPNEVMKLSTSKLLQYRRNVGKIHEGFNNDDQHDAHEFFLTLIGAV
DDVMKVVLENAVMIDDFESPLNPAKVFKIDVETLCLVVTLKRYELEGRGSRFSMKNKNCRVEPTFELDATSLRNFMPVEC
SELNKNDAHSNNSRLHIGADEEVVQEDVTARKQLFFDVFSNMADFDNTLVGMGFANGVNQKRCHFKRERVAHISEMSQYQ
LPGVTRKIEADGNCFYRAVSWWLTGVESHHMIFREAVGKHLKKNEPKFKKYCHDEIYEKYVDNVMREGVWASTCEIFAMA
NMLNVAIMTYLGDSGWMPHSPQNTCPPRQGALYLKNTHMHYESTISLKKNTSMKSTMTSQKGNNNERLMHGELHEKDNMR
GDAPPRRYTLVSVVCHLGSSPNKGHHVAYTKKSLDNDGWLRCSDDKLRDVSKENVANAVRSSGYVLYYILQ         
>Cele_F38B7_5                                                                   
MTKEGKMLTIPLVEENGKRDVMIKLIFTPPHDAFRTWVVNEFNKFIEENKNSMQATQSKRPPSAASGSSSRTEKSSVRPI
FNEQILREDHEKARQLSRPSSQATKSSEVASRLSSDQGRESSIGLMDQMVASSDAFDSLKKDRKRSPVDALQTSAPKTMK
PKRSEDIKDEKQRDEKPQAETVFSEILEPAQSSKRSESPLLSSDVFLRKLHENRQLVNTGNSCYYNSTMQAVSSCNPLVI
RCEQLYRMVRDNIELFDDSMNNDQADIKRKYIVLQNFLKVVICLGWHFNKRNEGKSIELRRYDLLQYRQNVGKINEEFNN
DDQQDAHEFLLTLIGAVDDAMGVMSKNVKTIDNVGITLNPARAFKIDVETMYVCQGCSNEELKVDSRNDLGVSVMDGCSV
QKLVSSFVKWSPIEKECSSCKHKISSSCERISTFPECLIINLKRYELEGQGPPFSMKKKSCRVEPSFKLDVSSLGNFPPV
EHPEMFENKEYSTTEPVNSEDSRLAEITTDDAHFNDSRVSGRLLGGADEEMSQCSVIVEDVKKRKELYFNIFSNEKDFDD
ILDEMGINNGENQKRFHFERHITGPPSKMYQFQLPGATRGITPDGNCFYRAISWWITGVQSHHMIFREAVGKHLKKNELM
FKKYCHNEIYEKYVENAMRDGVWATTCEIFAMANMLNVEIITYLGDSGWVPHSPQNNYPPRKGAIYLKNTNMHYEPTTSL
RKNSPERSPMKKENTNGSSMHDELDENDYLKSDIHPGTYSLVAVVCHLGDSPNKGHYVAYTKELYKNSSWLRCSDDNIYA
VSKNDVSEAIRSSGYLMFYELQ                                                          
>Cele_Y106G6H_12_1                                                              
MLKRQIEFTSDSIRFRCPGGGDKEYYYTQMMYKPIADNSHTGAKLLNIELNKQCEESYIKLEFTSHDAHRHMGWVVNQFN
KMIEANKDVMEHPKKRNLATFSSNKSSNSADHGKNSEDLENYLQRKQSADYQQKKMVNLQHTLTPSPYASSTPKHTPTNQ
MDRSKISFVIKPQINLKNCSRELLSPKSSIFSSSPKPKETSPFYKTTPTKTFSSTPKNLKLENLKSPEDIKSPPPIKKNF
VATPSTSKSTASYSYSRETPKRETPARETPSYWNQEVKYPNRRLYNTGNSCYFNSTMQALSSCPSLVSRFEMLHRLRHGN
YLECPSYDLRPKFAVFESCLRMMVKLSDRMENPHLKEYRLPSFSETELANTRLKIGRVVKEFDNNDQKDAHEYLTELLSC
VDDIMQVVPDEIKHLDPLNSIRYKTERSFICFNCGHEEKSSDCGWILPLSISNNDYGIIELLESNFKTTLETNKICSSCS
CENAVSSERIANFPEFVDLFSVNILRFYWSRHGYRTHKNSQPCGYCSCEVTIVRRPKLYSENIGNIGKARKNSLLLKNKN
RHLPIGCLILNPMRYERTSISDYRKDNRQITVPLTLDLTRFGAFASLEQDENRNSVSFGSCGKDSIKYRNGPSIGPRLLS
LNGGSLDDEEIDIEMMKEVVKNPLHFKWLTDLDEIEQMLKLTNITYRRDDVKIHVEKLENEKSVVMKKFDRPGRVKGIES
DGNCFYRAISWCLTGSQKYHKALRIATANYLRNDIAIVDKYCHKTDHKTYVQQVEGDGWWATNVEICVMANLLNVNIYTF
LSDGWICTSPQNSSTSRSGSFYLENKDCHYEPVLSLKKDDSLRSRKRRNTDTEYTDDNEGGGFKKRKPDDDASRKPRNLS
ESERRRQPPRDAEDNGNHYKKMNANTDQIAKYRLFAAICHIGEFPDRGHYLALTRDLYNPSKWLDCSDAVVRDISSGDVI
KDASSSGYLLFYDRQ                                                                 
>Cele_Y50C1A_1                                                                  
MYPDGLTENEKLKVKELCTMVNISDEDAIKLLKENDWDIAISSRRVSKQEDKTLVPGTSREEIDLDRLSSRLRVHGLAFY
LPDFGGFPNEFRTFLEKDLIETQTQKRLEASRHLNWWHQFGQKLYPLSTTGDGNCLLHAASLGMWGVHDRQLSLRETLYE
LLTNGARKEAIRRRWKWVENHMNQSNGLALTLSENEWELEWDVVLGLSSPLPRKQEDNGSNSTDQIYESLEAIHVFALAH
VLKRPVVVVSDTILRNAKGEELSPVAFGGIYLPLECPPSQCHRSPLVLCYDSAHFSPLVLMRTETNNKQIIPIIDVNRNL
LPVHFAVDPGESFDWSKLETNSNTQTTTDMSQIDKLALISQYMDIIRLDVRRGSIRSSRRVRSAHAQLLTESRGENGQNL
PQKSIKPRDLSAHSSDEQPSNNAKGMTLASSGIGSGRHEKWRLINEIRTHVLRTFRISSSTRGKEKLIDTDDCIARMNST
CVLASELLPTHHQYMDKIINEYMKSAKQRFQQNQRTQSDSRKRISRSFSASSLMLTCIGCDSEFKPASQVTNIMCDQCFA
WQKMSVLTSNCDQFMGNSGPPCKSSTLPSFGSNDSNQNDKENIVEVLNVVPKDGAKTLTSMRAVEDENGVVHYYMDDEVA
DS                                                                              
>Ctel_211850                                                                    
MGRRLPYKIIPQENGRSRGDAITASMPSSGNDCVGLNAKQVLQNLAPFRGKPWLIKEKAATWKVDDFCHREQPSVSVDRY
VDSYSNALMRNLGLGHEGVTLQTTGDGGCLFNAVSLSLTGSERSASELRARTALEMALHREYYVALDSLKDAKYVCPTFD
EALNACISPNGFSSACTIQALATVIGIPIMAINPRMPGNRSLNNIDDGSWFTNAIDAWLLSISM*               
>Ctel_100015                                                                    
MSAEDRAHLAVFSGLCPDAQCHTKLFFPAHDSSIECTGCGQQHQRTVLLDVQEVRNQEVALHHILKNQLVEKFKPKKGSD
SIKFLGVSNYQCKLLSPILTRYGMDKRSGEARLLADMGQGDAFDCKLLASRAFLIKPEHIEVTGYGRDSTGSMGYLEQTL



AAVRQSNDGEERLVPIHADGDGHCLVHAISRALIGRELFWHALRQNLKQHFTEQLTAYQELFRDFFDADEWKDIIAESDP
EYLPKGEELMGLRNIHIFGLANVLRRPIVLMDSLRGMQSSGDYTGVFLPGFQAPEKCRDKNGALNKPLCLAWSNSGHNHY
IALVGVKGRPVPKLPNWMIPKAWGMPQELIPTYVKLDDQGMLEIGGDKCLQDKYVLKLVNSMEKVFEEKNKVRTSLVADY
HQFVLRHTGMVGVAPERVVQKTQSAVSEHRLFRCLVCEALMEWTIEPGILLPGGALYELAVRNGGILDSSKQYVFPAHDI
VCRYNSEQDVLVPKGISKCRWCQGSQIRLLNGNNTIVYENGDRTLTPTNDSNCHCGFKHYWDGQEYDNLPDFMDPVFSEW
NGKVIKESVPWFQHESDVSLNSNVFEVAKKLVQKYFPGEFIRAHLVQKVADTILAQTKKPPTDVVNANAKSGAAEDI   
>Ctel_198045                                                                    
MRCLIVGSSHVGGLRSIVASLCPHFTSVVVQQFPGLRADFLLSVLPRLCLNDFDVIFCIVESNDILTKGGRLAMESRAAI
QRKMRQIHGLLSGGNRRVVMSAILPRAFSYNSLYDQSSASLFNRIARSINAGLGDILTRTPSLWHRRTAKASALSIRIAE
LWSVSVVWSGVTWGVACPSATRRTRTPYKEKAATWKLDDFFHREQPSVNGDRYVDSYSNALMRNLGLGHEGVALQTTGDG
GCLFNAVSLSLTGFERSASVLRARTALEMALHREYYVALDSLKDAKYVCPTFDEALNACISPNGFSSAYTIQALATVIGI
PIRAIYPRMPGTWKYVVDELN*                                                          
>Ctel_178164                                                                    
MSQPADSRKWGCEYCTFENWPQARRCTMCHASRPPRIIQDEAPLGSSSPSDGTGSKWPCQVCTFLNWPKASRCTQCLSMR
PKAIPLISPPTATQPLSINVHIEQPSLCSAARKLSPRTSPGSPESSKALNNDKNRVMAAATRNKAKWTCKLCTYDNWPKS
FKCIICGVPRGKTQHEASAIMSTSGSGSDTELRQLSPSSSESGSKLLGATASPSPIPLDSNVRHKDKKLRQIRKRLREVD
WLWLNACQGVVDGDINAMEAYLASGGDPSRSLTAEECTVLNRASAFQAGYSLIHLAVRFQREDMLAALLTSSDVSKAKKR
VPSHAAPDVAAELLRDVASFIRKRKGDFPCYFLTENATFALPAEINDLPNPLKKQLFDELLDQDVQKELEDEEPIINWSL
ELTDRLGSRLYALWNRTAGDCLLDSVLQASWGIMDRDNTLRRCLADSLCEGTCLFFPRWKECESIEALSLHFSLEDNQWH
KDWAILLSLASQPGSSLEQIHVFALAHILRRPIVIYGIKYVKSFRGENIGLAKFQGVYLPLLWEQSFCWKTPLALGYTRG
HFCALVPMETDAYDRQGAGAKVQHPNECQTAYLPLTDCHGKLLPIHFLPSSESGREEVLLREWLDCEVTEGGLLVARQCL
SKPSIPVRQMLDDWLERFRRLAHVMQAATPAVSSPSPHRSPTHELSSDDETDDE*                         
>Ctel_154633                                                                    
MSVLTFRVKTKNGQHVLKELTAQSTLLDLLTSISKLTSVQPQAIKILCGFPPKPLVQSDVTRSLEDLKMRSGDTLIVEED
ASVKEEKRNEWMQHMQMQLQSAEGFLAREVVPANNSCLFTSVNYVMTGHLNLESAPSLRQLIARVVSSDHKTYTEVFLGK
PNAEYCAWILDDQTWGGAIEVSILCKYYSVEIDVVDTQSIRIDRFGEDQNYEKRVLLIYDGIHYDPLKLESVHPGVSPIT
KFSTQDSAILAQALQLAAEAKSSRQFTDVAGFSLRCLICNKTLKGQTEAQNHAATTGHINFGEV*               
>Ctel_102432                                                                    
MFLLWEIRYLSSFLGRRLLRGLSKTSENIQLVNKARDLVLGDIVENRDSPTHEQSTQHFVETPEYTFILPDLTKYPEDFR
AFLHKDLIETSTLVSLEQAGRLNWWADIRACQRLLPLATTGDGNCLLHAASLGMWGFHDRLLTLRKALHTTLSNAQAQGP
LWRRWRWHQTLLNKQSGLIYDDKEWRTEWDSLLRLASSEPRTAPGEKAEEVFYESLEELHVFVLAHVLRRPVIVVADTIL
KDSNGDALAPIPFGGIYLPLECSPCHCHRSPLLLTYDAAHFSALVPMEGTASAVRPAAACPLVDPEFRLLPVHFLVDPGP
QFVWGRDELDPQKVNNLELATDDQLAVISRYLEVQRVLIPKAPLAVGEDDDEATG                         
>Ctel_156592                                                                    
MSDNEIEEVETVEKRHRRQKRELQAEITRLKHSVPKGDKKRKKEVNTQIVLLEEGLRKRQEQELLAEVESGVSQVSVVEE
VAAEEGATATEVNANKPTGKKSKAQKRRDKKNEQEKEREERIRQQEIDNLSGARHLEAASLKEMLNARNLHTSQIPSDGD
CLYAAIVDQLNQIPKAVNHTDTGDPYTEEDFVKYCDKVESSKEWGGQLEVQALSNVLQHPIEVIQAEGPSLLVGQHFPSA
SLLLSYHRHAFGLGEHYNSVLPGVAKEEDEGDLDASQFTSASSD*                                   
>Ctel_227475                                                                    
MTILPKKKAGKEKNESEKSSEHQLAPVSPNTEARQGSRRPPSPPARWNSPTPVDIREERVPSHVDPGGIFEEYSAHDGAS
SHNKRRHRSSPLRSVRKHRHERHERSTVPQWDIPVSSASTVSASSSSHLHASFLPVASTSNETEASAEELNTVEDGEDFG
GYNSGDEYNAQPQNISEDIEELERCFEEALKEKRGFIIKKMGEDGACLFRAVADQIYGDQEMHSSVRNHCVDYMAKNKDF
FKAYVTEDFNLYLARKRLDHSHGNNVEMQAICELFNRPVEVYQYSTDPINTFQATVDSDYEPIRLSYHRSMHYNSVVNPR
KATIGVGLGLPGLQPGLAEKNQMRDAKRVSEDHHIEQTMLEDKLRETDWEVTQEVLEEKVARESYLQWLRDQEKTSRQST
SASATCSVASEAPQGQWWEEPSNPPHPPSLSPHSQPSSSVSQSQNCADINKAPSPQLSLPVTCLSPAQMPSCSSARSPLR
PSATECTDDGAASSFHATFAETTSLMNDFPPHLYGLSDWGEEEIMAQVMAQSQCEYLETLKRTAASPATVRHPSPGPSTS
*                                                                               
>Ctel_227370                                                                    
METNALPSSICESDPEKSNAFKQHIKDSLLHSATNFPHFGHIASRTIQLPDLSGCPEELGQCVQKRLLDENMQEALEGPG
VLNWCRNIRPLYALRTKGDGNCLLHAVSVAMWGMEDTSMLLRRLVYVALVEDEERGEIKKRWHKERGVLNDNVSGFMLSS
GEWEQEWEIVVKAAESQSVNDAATRHRDLLYESLEEIHIFVLANILKRPIIVLAEPMFRGISGHSLAPNNLRGIYLPLLW
KPNECSKSPIVLGFNSLHFAPLLSFETRDATDVLEDACPLVSPQLESLYVHFLLTHEESVIHRILQSYLHVQEVTHTRDD
GISMILSAKLRYEAPPENFNLLRSYMQQAEELYARTLQEIDTTPPPPTTTTEKTAPSKLAQTKKLVDGKSSEKCFVCDKD
EAKDRYNGKCSFCYSAFSELSLAPLSVISTMEATPTAPAQSIISHAAPSPSFIDEHSWRQSPLTNTLVGPQDPPLMFEGT
SMVSQECEYVGCQNLASIKTYPFCHEHTSELVRRNKFQKQKSSSVSDECTSPLIEPGERRSLEDVVFQSMSRNVPCREKG
CKLYGSPHWDHRCSHHRSSPATRKHSATWQRCRKTGCQGQGNAKYTGFCLPCYTAEEIPEESLSSSSEPIHWMKITSKNS
LPSQNLTSQGPQCIAPQCREQGQNNLKGLCESCYEWLLEKPNLKECNPPAAASKECCTPKCTMYGTTQQLGYCSKCWLKY
QAKCMPTNSLPDPDVSLCKGQKCDRYGDPNLDGFCSACYARQLQRKKRPQVNIIKASHQTFVAGTPPETTKEKEFKATMQ
GVESRAQKSKHKCKKPECENFGNPKSGGYCNGCYQERSRSWPRGRSHCDR*                             
>Ctel_108175                                                                    
MARKKDERAIRTAHRKEQQMLKLAQNGDPFVTFAIQLGKMGLEIRDIPGDGNCLFRALGDQLEGHGRNHLKYRHDVVEFI
RKNRADFEPFVEDDVPFDRHISMLSKPGTYAGNDCIVAFARIHGLTVIIHQLDSPLWQVHGDKKDGKQLHISYHNGDHYA



SIRKVGDKSENPASIKLSVSCPRRSDEHPPHLPF*                                             
>Ctel_113801                                                                    
MAAEGRAYPVLSGLCPDAQCHTKLFFPAHDSSVECTGCGQRHQRTALLDVQEVRNPEVALHNILKNLLVGNFKPKKGSDS
IKVLGVSNYQCKLLSPILTRYGMDKRSGEARLLADMGQGDAFDCKILASRAFLIEPEHIEVTGYGRDSTGSMKYLEQTLA
AVRQSNDGEERLVPIHADGDGHCLVHAISRALIGRELFWHALRQNLKQHFTEQLTAYQELFCDFIDVDEWKDIITESDPE
YLPKGEELMGLRNIHIFGLANVLRRPIVLVDSLRGMQSSGDYTGVFLPGLQAPEKCRDQNGALNKPLCLAWSNSGHNHYI
ALVGVKGRPVPKLPNWMIPKAWGMPQELIPTYVKLDDQGMLEIGGDKCLQDKYVLKLVNSMEKVFEEKNKVRTSLVADYH
HFVLKSTGMVGVAPERVVQQTQSAVSEHRLFRCLVCEALMEWTIEPGILLPGGALYELAVRNGGILDSSKEYSFPTHDIV
CRYNSEQDVLVPKGISKCRWCQGSQIRLLNGNNTIVYENGDRTLTPTTHSNCRCGFKHYWDGQEYDNLPELLPVVLEWNG
KVIKESVPWFQHESDVSLNSNVFEVAQKLVQKYFPGEFGSERLVQKVVDTILAQTKKPSNDVENANASCRGAEVSHAATD
SSWRSDTSSKIILTGFKSKTMHKEELTKSNTEKDIKRRLEENASVKQRKRTDAVQSAKDTKAPENQDDEEQRPVKANTNP
PQKKVRVSTSDGRQLTVNIEEGLTYTALLGQIERDLEAKREDIKIRLGVPPKELTPAMENGAEVALPLQHGDRITVEIIK
RGGHAPWPVKSPSRTSWSSFDAHAHNHSANDLLNQLTQLQGHSGLVLFIYAECNFFYFLLTIETNDSLDTSIASLALMAS
LMGKDLWTYVQGMPHLFSVGGLFYQQVVRDLGLTDGKHCSLPSLANKVFRYNANEDRLELCLEPHGHYPVEPNIEAKVLS
TQPAESAAVDLQPQLSSGSDGIAVNQPMLSACGQVAAFSGHGHTLGAIADDKMPQDLDMPPANHGPKLRATTLTHFSNTG
SRPNSIDEEEEEKKEEEKEEDSDAQQTYRRVGPGYSVVDKPKSNAETFQLLASKIDSLVQDMETEVRV*           
>Lgig_53774                                                                     
GPSNEIEEELSGYNSGDEYIPTARSDNEEEIVFIFQLERWFEAALKEKKGFLIKKMGEDGACLFRSVADQVYGDQEMNGI
VRKHCIDYMSKNSDFFSQYVTEDFITYLNRKRHDHCHGNHLEMQAMSELFNRRVEVYQYSLEPINIFHGDGTYTENEPIR
ISYHRNAHYNSIIDPYKATIGVGLGLPGLQPGLAENNLMKDAKKQSEDYHLEKAMLEDKMRETDWELTQDTIEEQVARES
YLQWVQEQEKKALKNEPKSASATCSSSSAYNHSFETSTSTEPPRNRSPRLRSANNSNQNSPQRVELLETPATGLQDDFSM
SLGALPLGGMSDGAVGGFQETSSLMDDLPPELYGLSDYDDNDILTQVIAQSQQEYLDNLKKNK                 
>Lgig_84213                                                                     
EFQGLIERVLVDQDMKSDLEEGKLINWCRTAQILYPLNTTKDGNCLLHSISMYIWGVEDNSLLLRRVLYCTLQTDQHNVF
KQRYFHFMTNRNSEVYGNLLQFDSMDQEQEWKGIVDSVEPRHTPSFANPLSFLEPIHIYVMANILKRSIIVMADTRIRTL
EAVSIQDNDIVGIYLPLDIEPEQCYKYPIVLGFNYNHFTPLVTTKEDRNSPRKLSIPLQKQD                  
>Lgig_117619                                                                    
MDDENVSDGSIEEETILERHRREKKELLAEITKIRHSSKSDKKKKKESQEQIARLENELKERHEREIEEDKTNQSELGDD
QAIEPQESAEVTKLKKKMAKAQKRRDNKAAKNRERDAALKQQEIDNLTGKRHLEIQKIKQLLAKKKLKIFEIPSDGNCLY
NAVSHQMQNEHNAKLTNNSLRRQTADYMKSNEDNFIPFLTRQDTGDCYTHEEYEKYCEDIANTSAWAGHLEIQAISSILN
CRIEIVQSEGSPIILGEEYTDNFTLVLPYHRHIYGLGEHYNSVEPISGSDEVDQS*                        
>Lgig_155097                                                                    
MGRPKKVKAARSTNFSKKKVTTYDLDNQNITEEEFISKLYSDSIEIPNEKLPNEKPTEITSIQGDGNCLFRSISFVLSLS
EKSHRKVRRAIMNHIESKADLFTPLLREQYKSISDYIKRSRMRMQGTWGTEFEILAACDLLQTDIYIFTNNKWLKYPVLQ
INNSYTPEAIYLHHRDENHYEVVENVERSEPIIVIDDNVDTQLSGKRKHFKKKRGSRWKPNKKRTIYFQDYNLVKKELNS
GQKVRLNFKLAFRTKKETNSLNKRRRKQYQISYIKAHLKRKYTNQLKSILHTQYETILKPKLEDKYQNVLKPKLEDKYQN
VLKPKLEDKYQNVLKPKLEDKYQNVLKPKLEDKYQNVLKPKLEDKYQNVLKPKLEDKYQNVLKPKLEDKYKPKLEDKYQT
ILKPKLKNKYQTILKPKLNVKYQKVLKWELKCKYIDEIKLKLKQRLQSDFKDKSVYHQYMFL*                 
>Lgig_163820                                                                    
MRLNSSLVFDSPFVEHFNHEPWATSPIRRGRHPAFSRVPRPGMDHIADTQRRVLDHFHREVGGDFGFRRLNEESSSARGR
NGGFDDSRARIIPIQVIREPRREFCEIQRRPSPCPRYIDVSDDSDCDEPKYIGPNDNNNGLRNLQPVGRSPPKRITNQGR
VDSHTERSRPVSDRLPLTVLQTNDSLTRNVQPSASRPISQSGAARQHSTSQTASTKALGDGNCFFRALSKEVYGLEEFHA
EVRQAVMDVIEKYPKKFEQFLDDDSSMKEHIKDMRLLSTWSTTMEIYGAATLLQRDIYVLSPNHTGESYSWLLFSPRFAY
NGEMKYHPCYITLCHTNGNHYDRIAATHHECNCNLNAPKLTGAECYVDLTNAELSVY*                      
>Lgig_165810                                                                    
MYHHYDINRDRIISEFVRNTLTDEVYAADILERNNWDLKKAYASVEKACKDQNTANHQIRPRVPTLERQANVSSSQQRQV
PIQGTVGGRPSSGGSQGTVSRSNVGGASQGIGGGISRATPCVSQATVGGGLEYGYGVPVPNRSSNSSGQTFTPPLQRAHV
PKFPVGPLEGNSSSQQPVTKSNERIIPIQVMGSALNSSPKKVQPRAVIQESYPSSQSQQVQSQTFRDEKIVKEKTPPNTE
FKQPAATSTVPKSEPKLKRGISNIIENASLLTETRSCVLHDIEEDSHDHMYIQTFVLPDLTVHNDGFRAFLQKELVETST
LVSLEQAGRLNWWAEMRICQRLWPMATTGDGNCLLHAASLAMWGVHDRQLILRNALYDMLTKSTFRDALYRRWRWQQTIA
NKESGLVFSESEWSEEWSNLLRLASTKPRTLPDQDNNRRHSCCESPLTQSTGSDTPVVYESLEEFHVFVLSHVLERPIIV
VADKVLKDSSGEALAPIPFGGIYLPLECAPRYFRSPLLLTYDAAHFSALVPMDHETPNSPPAAIPVVDPEFNLLPIHFHM
DPGAKYDWTKPNKTIINDLSCEDKLNLLQKFMDVEKLPIPCFNGEDGMESDKNSFSSCDSDIDSVGCVGKGEKAEKKKEA
KQMQSIGKQFGSIGKSVGKKFKKNFANFGKTPKSTHDSDKLNNRKASVGSVITQSTKVITTLATNSDKDRVRCAKLSTQR
PENQQSMIKNYMQNARERYEKDRELKRLKGEELRSRVNDMSLNCHQTKCVTPNCQHYGTSEYSYMCSQCYNRQKSQIMVD
EDRKHRSASQAVQYNTFPRNQPDMMYRGPARVHQYDDTYIYRHGKSKFYTMTDDRPSSELASRVNIINNLDRPRSADDIR
TSDHTKQTKERSPSPDYDNVDYPEEQKDGSQLVAGNAQKCLTTACQFYGKPETDNLCSGCFKEKTALVSKAAKTLTRI* 
>Lgig_174188                                                                    
MTKTYQRKIEEIESDKSKFELSVGHNVILEECANKMNHKSRLLWDIRSNLREAKERKLRGLLRHDKVSRDITQDVSFRCK
RSCSFFRFGKSRVESNLMDNKGGCDIEGFKEIDIKGDGNCFFRCISMFLYGHEENHRGIRERIVRRMNTNPEVYQALIDG
DFNQHIQDQLSTSGDSTTWATEASSEFRCKLFILSSGERGQTWDCFDINYDKEGCKPNAGWIAISHRNNHFNLLIPDKKH
CTCELHEPDTDWIKENVTNWFDMTTKKSSKYQGEPIYRQEVNRCNNVKTEINGSAGMGKGEVTQKEENNLIVNLSDKILT



KPQQQLLSKGFSFVPTREKVDVTKLLSDLGEWERRMRLREYFFKGDEEGDAKYVEREPWKKKKSEFTLQVGRDRWLDMYI
ELAKNDVVEGINKRKEANITEEEQTAMKEIRPKNR*                                            
>Lgig_176477                                                                    
MNLFSIKIVRSMAATLFILLLFMVTDINLAQTQHKRFCSFFRFESKLMDNKRDCGIEEFKQIDIKGDGNCFFRCISVFLY
GHEENHRRIREKIVRRMDANHEVYQALIDEDFNQHIQDQLSTSGESTAWATEAEILVASSGFRCKLLILSSGEKGQTYTC
FDINYKEGCKPNAGWIAISHWNNLFIPDKKHCTCELPEPDTDWIKGNVTDWFDMTTKKSSKYQGEPIYRQAVNSNNVNGS
AGLGKGEVTQKEENNLIVNLSDKILTKVNNIANRLHKNDHIDRDLKQYLIPKYPTSGLLKGNPKIHKKNNPFQHIVNGQG
TATERFAEIAEKELEEFIEDGFGIWTGTVAELEEFQAEVNTIHEKIKVELRWSYESIEFLDVMVMRKEDRLTTGLYVKPT
DKHMYVQAKSGHPQNVKKAIPYGLAIRPRRICENEEEYQKHIKDLKQQLRNRGNSSQVHRKTVVGSGWYG*         
>Lgig_186849                                                                    
MCAELKLRCKTNTGHHSITQLTLESTIAELKQKISQIVSLPVNRFQIRHGFPPKILDIDDNSKNLKSFDLRSGDTLIIEP
TKSSQQITNQTKPSITDEVLQAQLTSNKTGILTRKVVPANNSCLFTSVNAAMTGGFVDLSCAQQLRQLIAGVVMSDPLTY
CEAMLGKSNSDYCKWIMNEESWGGGIEISILSKYYQIEIDVVDTQSGRIDRFGEDGNYAERVLLIYDGIHYDFLILDACV
PSIPPQSKFKTSDPTILAQALELGEEAKQRRQFTDVGNFMLRCLVCQKALKGSNEAQEHAKQTSHINFGEY*        
>Lgig_228193                                                                    
MPKTKLSDKLSDDYQVLKGRCPDEKCQAQLFFPKLETSIECTNCGQRHAKSTIQNVEEVKNTEVALHNLLKNVLLGNIKP
QKGPENVKVLGLSNYECKLVSFILTTYGMDKTTGKAKLLTDMGQQTVFDCSLLGDRAFQIDKEHLDVIGYGRDRSGSQSY
LSGILNVIDEINEGEERLVPIHADGDGHCLVHAISRALVGRELFWHALRVNLQQHFQQNQDKYKIMFKDFIDVDEWSEII
AECDPNFEPRVNESMGLRNIHIFGLANVLKRPIILLDSVEGLQSSGDYSGVFLPVLHEVEKCRGKDGQLSKPLCIAWSSS
FRHHFIPLVSIKGQKLPRLPRYLIKRVWGISDRNIDKYIEFDADDMCTVGGDKCLQDRYLQRLVKCMEEIFYQKYGVHPS
LVADVHQYIYKSAGMASVPVDIVINTTQRTVEKKLLYRCLTCDALTEYNLTIDMFIAGGSLYQLALETHGPLATDKRYSF
PMQGIICSYNAEEDCLVPDMDKSQLTKCAFCQGDRVRHVKGDGSIMYKNSDKTTTPSQSTHCTCGFKHYWDGKEYDNMPK
ILPVSLEWSGKVIKEKVPWFENESDICLNSNVYEVAQSLVQKHFPGEFGSERLVQKVVDHILRLTALPEQPKTEEPVPID
LPWSPNSPSKIIITGQQRKSVHKEELDKSQTEKNIRQKITANAPVKQKKKTTDIQPVKSKTISESPVKKISTRVPSSTVT
SHSISESTESTPIIKPDKKVKLVCSNGKQTTLTLRNDVTFKQLQKLICDTVNIPPDKQKIRLGFPPKELKAPRDGDIEPI
VPIQHGDKITLDIINENKTSPPSTSQMKVCHGDIRTSRSSWGSFDETETVHSADSLLDSLRDSNNATDSIDTSIASLSVL
ASLSGKDLWTYVQSMPHLFSVGGLFYQQVDRDLGLTDGKHCTLPALPGKVFRFNGHDSRLELCLEPYGHFPVEPNIERKV
TEPQQNSSTQSHVRFGSSGAVSHKDSCVAFSGHGHSLIASTETRMPKEMTETMTFNSSSAKNIHNLCTPVKKEDSIEEEE
CDVEDETVNNYNRIGPGFSVLRPNPPDPLEQNTANESVEIFKKVAEMLERSVADNEDLDCFGGFSSSPSSERPSAHSAVS
TATEDSKEQNAGNQMEDEDLKLWDGEEDTMDTE*                                              
>Lgig_232866                                                                    
MSDPGEGKWSCDYCTYDNFPAAKRCTLCRGLRPQQLITESVDQEQDIYKMASLMTRSAESPSNVICSGSSGSDSNKWACH
MCTYLNWPKALKCLQCLTPRRKSSPTSSASSKMEPLSVNVNNEESRSGRSTPNRTAVASHTRTGTKWTCRACTYDNYPKN
TKCIICGTSRQKIQSDTSLAIGGCFSSDNDRDIINRRGRTSPCTSYSADNMASLSGGAYATPLISEERNRSEEKRVRLLR
KRMKDKDWLWLGACSGIVDGDSNAIEAYIQSGGDPARQLTQDEVSLLNKPGMFEVGYTLVHLAIQYKREDLLAVLLTATD
VASKAIKRLPAHSSPDTASDIRREIASSLRQRKGDFPCFFYSDCVTFALPADIVDLPTPVQSQLFDELLDRDVQHELESE
ESIINWSKELTNCLGSRLYALWNRTAGDCLLDSVLQTTWGVFDIDNSLRRALSDSLNEGAMTFYPRWKEYESLQAQSLQF
SLDEGQWQRDWAILLSLASQPGTSLEQTHIFALAHIFRRPIIVYGVKYVKSFRGETIGLAKFQGVYLPLLWERSFCWKTP
ISLGYTRGHFSALVAMEMDTDDNIGAGANTDNTDDSQIAYLPLVDSDGKLLSVHFLSGSDVGREETILREWLDCVVTKGG
ILAAVQKLDKRPLLVKQMLDEWLDHYRQLAHVMTSSRSSPLSQGRFSSDGESDQE*                        
>Nvec_XP_001626889                                                              
MFLECSLSALLLGVVGFHILYRISRWFQFYVDYFSYNIAMVLLGCLAVLVALLRPGNVNNFYRTSRLLYWISSKYFRVRV
EAKGLENLPENKNCIIVSNHQSSLDMFPILRICPPYTTFIAKRELLFAPFFGVAAWLTGTVFIKRGDSRSARGALDGAVQ
RITSERVPIVPVVLSNYIPVFNKKNKTFTPGQDFDVPEENGTDEINSDSDYDSWFQEMDRKRQKALHSSNESARRMVKRE
LKRNPPSRYFVGEKVLVRLPQTKKLVKGKRISLRGTREALVLKADHSEHKYFVQIDNPEAPTIRQSMWIKVDDITSLTKQ
DESKRQKIVKEEINGKQEQQLQMTNETFADDDIEFEDENNNGSVLDNAITELVSDKELSGDTVNLYTCFLNNYYASTRTV
TASTYFYPSLDRSNDAEETPSYRKYMKHKLLSEIDYLVIPIHLMELKHWIFVVLCTLAMTLELYDSAGVSEAHKDVFANL
KARFIQKRWNLRKIVAKFTSPPVAMPDESREMRQDMADDILNHPFLAATPDNLKIQDLFLKEVSTKDVLDQQVAAAGCVY
RKDVPMDGNCFFYAVNDQLIRLKCPGIPHNVLRQNMVRYLEQNPFTPDGTHLGEFINHRAWDSYLHNMKREGVWADWIVV
WATVNMLDRDIAIVSSTGSDVLRIITPSTSNKSTDPGKEGMILLGHNAELHYYSLDIAEKGSHPADPTSSLIKKYGEGKV
TVQFCQKCNKEFKSYSGGV                                                             
>Nvec_XP_001639726                                                              
MPKNEQNLKWSCGYCTYLNWPTATKCTLCLAARPTNIICPQSVRAPGISEDIYQTADNERIISSNTLNCRSADRTSNKKK
PSEQEVTKWKCPTCTFDNWPNALRCVMCHNNAPKSRTLYAEASSAKEAKALSPKSSRSKVNLKTLNNDKNKAQLKNLTKW
QCPNCTYENWPKTAKCVICGTTKPLGKPSDEPKMSKNQNLASHKASGSRRRSPSSSLTDMSAIQSSNQEAKNIIYDIPAS
EDVNDNEEVMQIRNRLKDCDWMWLSACIGVVEGDAASVETYLNSGGDRTRQLTREDCVVLNRPGIFEVGFTLVHLAIRFK
RDDLLAFLLAPEVTNHRLRCVPCLVSPELAGDIRKEIAHTMRQKKGDWPCFFFTDQVTFVLPAEIQDFPGRVQRQLFEDF
FDKEVQRVLEVESPVINWSVEITEQLGSRIFPLWNRSAGDCLLDSLLQATYGVFDKDNTLRKALFESLSEGSSRFFARYK
EWESMQAETLQYSLDEDQWEQDWASILSLASQPGTSLEQTHVFALAHILRRPVIIYGVKYVKSFRGETLGLARFQGVYLP
LLWERSFCWKNPVVLGYTRGHFSALVAMEVDTDASNDIGAHAHVENNDNVHVTYLPLVDHEGRLLPVHFLSASEVGSEEM
LLRDWLDCCVTEGGVLVAQQRVTPRPALVNQMIDDWLDRYRKLSK                                   
>Nvec_XP_001638037                                                              



MADAVEENIKDEDISQRHKRERKELQAKIQALKHSVPKGDKKKKKEVTLEIAKIEADQEKRHKQEQEKNKKSTEPEKLEE
THISSGCSEEKVSRAQKRRVKKASKENEREQRIAAADLENVNSARNVEAMKIKQRLKEINLEIVEILPDGHCLYNAVADQ
MKRRNKEIKMLSLRQQTADYMSSHSEDFLPFLTHPDTGDMYTPEQFSKYCEDIAETSVWGGQLELRALSHVLRLPIEILQ
ADAPAIKIGEEFEEQPITLSYHRHAYGLGEHYNSVT                                            
>Nvec_XP_001636546                                                              
MDDYLAKRNLYRKPIAKDGSCLFRAVSEQVYNCQARHLDVRRDCIQFMSRNREQFEEFVEGPFDHHLHQLQNPKEWAGQV
EITAIAMMYKKDFVVYQDINSAPTKVTDYGFKDKILLCYSNGNHYDAVYPAKYKKDAAFCQSLVYELLYNNVF       
>Nvec_XP_001636418                                                              
MERQFEQALKEKKGFTIKRMAEDGACLFRSVADQVYGDQEMHGVVRKHCMDYMLKNMDYFSQYVTEDFRSYIRRKRDNHC
HGNHVEMQALSEMYNRTIEVYQYSIEPINIFHSSHKTDNEPIRLSYHNNIHYNSVINPNKPSVGVGLGISGYKPWNVLVN
DAFKQSEEWHIEQQMLEDKLRATDWEATDEAMEEAVARESYLDWLQDSEKRARGARAANAPPSKSPRHSPASTPTSSWHD
LPGPSLPDNSPSVASTSTSGASSVVGSNMGIIEPRPGCSTHISNPPSPQGAEGGATPVMPNYLDFIPKSGYGLSEWEDER
ILAVVLAESQKDYLASLKKSKKEKSPEPGTHSS                                               
>Nvec_XP_001634954                                                              
MPSSDQLILVVIIITFSVPHSQSINLSDEALKLVQEIINDFNNNPTDGKFDSVIVLPSGKSAIIPKVFIWCPVQHFNLPL
VCPVHKIPFFVSPFGKASKANLRMVYDIGGNVVVVQSVYRCPKPFGSLKMHKYLSAAPEVLETLAPEIVLRLPLSLHHKS
GFSSALIDYLIVHICQGQTMQEIAEGIGSLHFREFVRRSAIVIGEVLDNFHTNPLYSFPSNDKLMHVFLWYFRQKKASYR
AHTETLSGTTIVCDSSFSLGKRVTIKGPDDKTTDGSEMSFDGMFIALNEQGQIIEWKLDKFMPFEHKLQALKQVKERLEK
RGNEISIILDPNCCQSRTKYNALFPDVQIKMGIVHALQKVAKCLPKEHPDTLVFLHKFNQIFNEDSVNNARSEPTPSPDV
IEANLNVLLHNLKGTLSEELRHVLDDLRLHIRLGCLSGVPAGEGTEKIENLHRFMQKSYLSNLTVITPEMAIAVLTCLFY
TWNSKKSIQSFYKGKGHKPLPLVPVEEFEVISSKKSQATPLDEEEKDKNKAEMVIQTTDGGPDSPVLVITADVIKYMISR
LIHIGELVQMIRYKFKNKAFEVVNFPIFSSHRCHTVELNANPPDSPEKEKNASTLRQNLLDFGLEIDKVPGDGNCLFGSL
VLQVNKASQSCADLSNHLKSIGLGKALEDDVKRLREACVQELHTNLTTYKEWIGIGDKELKGELEKFKADGFFASDIGDL
CIKACVNVLQVPVIVVTSLPNSPYYPFLPVKFTTAHPVYVAFNHSSPGHYDGTKELQYGIPGQQRKKCNCGKNAGSNSPV
CAVGELSHCPCAKAGLKCLPFCRCSKLLCSNKAQAEDVSCSCGITSGSKKDFVACSKTATRGRCPCIKAGFPCTSKCACG
SCGNDKPVDETVEEPEEPADPSAASPARKRRKRSSFALGAWGGKTDTALKSENSVPGSDSWTDLEVICIMVCREVLEGCK
VEASVHNISQIYRYLASSPNLETLGLKITTKDDTQILAKLLTLQAGQQIVDLL                           
>Nvec_XP_001631872                                                              
VYIFARSERSERGSEFPNLRGVMDCNSCSKECILPWNVLIQKLALISLVPHDVGGGGACFFRAFSQQFFGNPELHHHIRL
SGVNHLSNHPELYVESFGGDSWQGYITEMSKSGTWCDNLIIQAVSNTFNCVIHITDST                      
>Nvec_XP_001630908                                                              
TFFLPSLNKYDEGFQKFLFSYLLDVPIFRELQAERKLNWCSALHTVVPVLTLGDGNCLMHAASIGMWAVSDRYQVLRKAV
YDVMIEDHEGIFHMRWQFETEKQHSHLGYKITEEQWTQEWREVLRLVSTDHTPRGTNALSYDSLEEIHIFILANILRRSI
IVVSEDVLRGNYDESLSPVNLGGIYLPLNWDPVECVKTPLLIGYAQGHFTALVSIEDGNAGAGDTHKIHGVPLVKPDGSA
LPVHFLL                                                                         
>Nvec_XP_001629077                                                              
MPWNILVNKLPLFGLLPLDCGGQGSCFFKSCAHQLYGNHEFHNDVRLAGIDHLHRCPELYIESFPGNSWEAYIEEMSIQD
TWCDNIIIQAMANAFNCVIHITDSTESSLATLINPFVNYHLQNRTIFLGYINDLHYVSTVPL                  
>Nvec_XP_001626474                                                              
MARGNDKSKGQRRDELERKRDERVRRNALKKEKQIKEYLNNDENFASFKNQLECIGYKIKDIMGDGNCLFRALGDQLNGD
HTSHLKHRKETVKYMRDHHDDFAPFMEDGITFEKHLEQLSKPGVYGGNDSIVAFARNHGADVVIHQLNEPRWVISGSQYS
TSGQRIELHISYHNGEHYSSVRRLSD                                                      
>Nvec_XP_001626338                                                              
LRCQFKGGKRQEVLDLTANSTVTELQEKIWLITDVPPHAQRVLTGFPPRELIFEDKGAKLSYVNIRSGDTLIVEQDTTAP
RILQVNQSHSTEASSTVPLSRKVVPADNSCLFSSISYLLTGSTALVSDLRQLIARCVSEDPEHYNEVFLGKSNEQYCSWI
LDKSNWGGAIELSILAKHYKMEIAVVDTESERIDRFEEDKGYEDRVFLIYDGIHYDPLGVHDASATPLQTIFSCQEYTRL
TEALQLAADAKKNRQYTNLSKFTLRCLVCNTPLTGQIAAQQHAVSTGHTNFGEV                          
>Nvec_XP_001623282                                                              
MAKFTFVLPDLTRYPQDFSEFLRRDLIETSTLVSLEQSGHLNWWADMGVCQRLVPLATVGDGNCLLHAASLGMWGFHDRL
LTLRKALFRTLVGDKASGAIKRRWRLQQWVKNMEAGGLIYTEEEWAREWEEVLRIASTVRRHSQHASEDSLNPGTFSEES
EDEIKGLGAFESLEEIHVFVLAHVLRRPIVVIAEQFLRDFSGDAIAPIPFGGIFLPLECPPEQCYKNPLVLTFESAHFSA
VVASDGKQNGSKKEKVLVSGVPVVGPNYDLLPIHFSVDPGADFAWEELSARIVHIFLFGVMV                  
>Nvec_XP_001623170                                                              
MLSNPQAFRVFTGFCPDPECRTKLYFPSYAGSNIECTRCGQHHLKSSLLNVELVTDPEVALRSLLRSSLLSRSSFKKEAE
LVKVKGYSNYHCKLLAPLMTRYGMERTSGKARLLKDMNQGDSFDCSHIGDRAFVIEPEFLETIGYGKDKTGAVTYLADTL
TAIKSVNNMEERLVPIHVDGDGHCLVHAVSRALIGREIFWHALRTNLSSNFQQNLAKYRALFKDFIDEAEWRDIIKEASP
NFVAPEGQSLGMRNIHVFGLANVLHRPIVLLDKLSGMQSIGDYSATFLPALIPVHECKSKNGQLYPPLVIAWSSAGHNHY
IPLVGVSGRPIPKCPRWLVPKAWGLPNELIDAYIKFDENDCCNIGGEHCLPEKYIQRLMRAMDEQFLEIHSVTASLITDV
HQFLYKSSGLVGISPQMVIESTQQSIKDGHLKRCLSCHAVLEQKPPVNEEWLRPGGDMYTAASQTPGGLIDAQMYTFPQQ
ELVCSYDQQSDVLHPGLLLSACTLCKGPLRTVKGDGSPVYINGDRTSTPVQGASTCKCGFKHFWDGKEYDNLPEVIPVTL
EWGGKAVKETVHWFQNERDVSMNSNVYAVASKLVQKYFPGEFGSERLVQKVVDTILRQTAKKEGENKGLFDKKLNLNHCL
LCQVQLLFVPSKIILTGEKKKTFHKEELTMSEAEKLIRTRTEHHAAVMQKRQSGSTTVKKTPEKGSPPPKQVASPVPEKK



LSTPPLSPRTEKKIRLSSSKGGQATLSLPLDATYRQLQDAIHKELGVQPEHQKIRYGFPPRTLSPPEEGNEGEAVPIQHG
DRVMVEVIIPP                                                                     
>Adig_291v118588                                                                
QSFVKGEVKECEIIEDYVKNQLGKRVKRVKADGHCMIHAFSLGLEGKDGQGEYSEELLLTKIEKEFSGNRQSYSKYGGIN
DEDLKAYIKDKKYDSGVVDLIPLAVANITNTSISILEVQNGQVKTTPIHPTSKPPEAEERTIHVYKFGDHYDAILERDET
GSGLKTEDTFTEDTSEGRPLNETTNEKDTTGLTPERKVATADLVPEALDARRKLQYKDGKSVFVICILIENK*       
>Adig_4730v122141                                                               
MTILPKKKHSESKKSDTTSSNDNRPRIRGNNSSWSSPASVAERNRPSEEYSGHEDQYLGNSFEAREAADVASSSSKRRHR
SPPHRHKYHERHGEETGYNSSDEHDAPIKEQPLSNEEMERQFEQALKEKKGYIIKKMSQDGACLFRAVAEHVYGDQEMHS
EVRRHCMDYMGTLVSDAFKQSEDWHIEQQMLADKLRCTDWEATNEAMEEAVARESYLEWLREREKRARGTRTLGTLVSDA
FKQSEDWHIEQQMLADKLRCTDWEATNEAMEEAVARESYLEWLREREKRARGTRTL                        
>Adig_4738v122146                                                               
MNDPTIAELAADYVYILESGGVEEKKLLEFEKAIQDARMKTASTPWAFIMSVNMSAGKSKAKVTKRGAKADDRRMLLWFI
MRNFFSSLIFCQELPGYFEKEVVAKCGTGGYVSVETGKEASVLWLAQEFCGERVNNSSIDNILKELTKRSDVDVSEIRGR
MALVKLTKKEEEASGCQPFLAASWHGPKIEKLESRKKKFKGLTCFLREVCKKEKVSSFIIGGDFNMHTLDDIDLEEKMVV
PSYNLTSRAESKSREGTSYIPYKDNFIFFNERYSERYSDIWVSSVRPIEFENSTDLGSDITKKDHEKINELKKTQDTVER
KDLLDHDPIVGVLMLTGKRTGSYQRSDVEAAKTQSIAKDEEYEQDEVRLCCRVRNCGLQIRDNIRKDGNCLFRAVSDQLN
RLGEFEHYTHTSLRQLAVQTLREESHGLCKDYISEFVPNNDLSAYLTNMERDGTWGGQIELISLARALGRTIKVVSSQGP
SYDFVEKAGNPDSAPILLGLLSDERHYVSLEPRIVS                                            
>Adig_7659v124375                                                               
MAQKKEKEDSGVHFEVGGKGLRIKGLKKSAAHAISSAKDQEVRGDENGKKLCETNVMFELIAAIRAFHKLQELHQDAGKL
QKKADLLKDLKINASNKGFEIIDNEGGGNCMFHALCDQLKYKKHLEISHRELRETLVKYLQEHPKMSDGTELASFLDAHR
FPSWAEYLQKMAQDEWGDHRILFAAANWSQCNIRVISSVPSHEVTMSPLHPNSDADVLVLGHVFELHYVSLRRPTSDSPS
QVQEEPGDSRDWSLSSLEFSSFELDIDRPENTVQFYLKKYNPCIKICAGNGQGDDYYMEHEADIRRFLEKKVNFSELPYS
VEDVVAKCNGLFLYAYYISEVLSDRTSFMKGVNLADHFPGDIESFFLTNFKRVYNKLSEADLYVKLFGCLIAAPAPLPFP
FISFIIKKEKSNLDVQTIIDAVSQFVMVRSSDNTFSFLHNLIPSWLSSEEKASRKLFIDRAEANEYFKKIILTFLHCALS
DQPEGGLSIYRDVRNYLLHVGVRFLCYNYDNRDTMTTVFRCLTSFHFLQMRVNTDRLEIFSVVRDYKRCLQCQSFLHAEK
LIVEEICTALENDIHVLVECPHLLPSCLQWTSEATQTKLAVSGDTLMTCESFDWLPYLGTTLSSENSYFTLSPDKKLLAQ
CNVLTRIVRVYDAGSLEEVFGPVKCEMEIDGLAFSPDGKSLLFGEEGAGLSVERGRVEEIPFSYGEKRVTERSRDCNAHC
LARAFCLWAKLELSQNEDCHSEVFLLRKVRCLLKIVEGHAELKGFGLRTRADRNFRLERKGLNDWQQELDARLCLIKHCE
DCCRYYEQEPNSTSLIQRIAGVYRWEHFLQTSLVSGVTSHLLNSCPLISEMSCGLTPLLLNSDPLNSDLALGVIILSLMK
SSRKLCSFGPEELFHWHGAFSGIVQSSPNGRLIAVGDPLCQAYFNRHIAHTVQVFMNPTETVETELFTDPVHVIENVDAF
GFTCSSDFVVYVQEEGRCFEALSLQTGATLSCVSGFSPLFHIPTQQAGFVFSSGSDESIVFLSDFPLSSSVGRYLKMTRF
WSFDGALSDVTFTSGGNILCFFTNLMLSVLVRYGDGSFPTNCAPLTYPPNCNVTPLPCIENCALSRQGNSIAISQKACIF
LFCDCKFHWPVFKESEDIGCQVSCLMFSHDGTLLLYCVERRDSKAEVCLWNVDQKKLSSCFFSSTLMSINCCCFSPDNSM
VILCGELRVEIWEEDLCSYQCLKIFKELTRLYPIYERFHYCSVSSGNKVLACCIMNDVLLYSLSSRGEESFYCRLPPAHL
GQIRFCQLFRGTSYLISYGIDGAVFLWDLVEKKAVAYVRVAEREESIKGMSVSSTEDEVVCLTSLGRVITIELHGLSEPR
CHLKRRHWMQQKIDIRSLSWISETLEQESLGN*                                               
>Adig_9857v106737                                                               
MTDMNSEATKQPILPDTSTSVADQNDALSKDSVIDYVRKTDEEYVPISNDRARAESVRKFKHVPWDRESSRILYKKTSSL
FSKDKARLAQQGLEALECTSDGSCFFSSVAHQLYNDPSYHMNVRAAGVDYIRNNRERFIGPITDQLWVSYLTAMSQQHTW
CDALIVQAVSDALNITIRITESIEGWTPVTVISPISGQQGTTVINIGHVDERHYVSSVPLDYSNDRISNSEMNSVTNVNN
YPEVITDELTMAKNDVNVSNDFSKAEAKRAYMRESIRRKRQNKEFREKESNAKRQKRSENIEAVRGYEKQAFVKRKASNP
ERVRELNRKAQTNLRKAMQNSNVNQTEILQGQDSIRHSMSEVIQSFHDKITHGPEYICTCCDQLWYRSSVSKCNSSNYSC
KCSQSLLEECITGTKSVGDTEWICSTCHSNLTEGKLPACSKANKMQFPKKTVCLNLTPLEERLISPRIPFMQIRELPRGG
QLSIHGNVVNVPADVSSTVTTLPRPINESRTIPIKLKRRLSYKHHYQYENVRPAKVLEAANYLVQTSELFQKEQIQVQEN
WQENMVTALSEPTAVGVSNIDEWEEFFNVPTTSSSVPDLHSNENITENIQNTQVCIDRHIDEIATNSNDNNNTDNSDDEW
CEVEERPSGVTDTLLQQPDVTENLEKVLNFAPGEGNRPLGIFMDRDSEFLAFPTIFCGETRPDNKDRKIPLHYSTVCKWE
LRSQDRRVAQSVPNIFYKLKKLQIKQIQNSASLALRKCKTKGKKYTAGDLKSDDCVNKLIHLDEGFRVLRNLRGSPPYFE
KCKKDLFAMIRQLGNPTWFCSFSAAETRWSHLLKILGRLVEKKELTDDDVNNMTWQQKSHLIQKDPVTCARNFEHMVQLF
IKDVLKSNLMPIGEIVDFFYRVEFQQRGSPHIHALFWVKDAPQYEKTPNEEIVDFVDKYITCANDELSDDMKDLVNLQMH
RHAKTCKKQGNKICRFNFPLPPMPRTMILEPLTENTLEEDELEEVKQNYDQIKCFLDEMKYGENMTFEVFLDKLNLTEQQ
YLQAIRYSLKRTTLLLKRTPLEIRINSYNTNLLKAWRANMDIQFVLDPYACAVYILSYITKGQRGMSKLLEKASQEANAE
NKDVLNKVRHIGNKFLNAVEISAQEAVYLVLQMPLRKSSRQFQFINTSNPDERTFLLKTLDKIKEMPDKSTDVESDNVIK
RYQRRPRGLDNVCLADFVACFNCVKDSTQFSQVASQSEIPSVSYLPETDFADNVDDDPPCEENNENDASMEFPMRGGFKL
VKRRNPRIIRSAIEDINDDTISQPVAPNAQHVNEQDIAAKTKPSETFGCFDPGTSKQHSQYDLYDDMGIFPRSIDDEKLM
QNRLQDNEFRQLVRSLNTKQKEFFYHVLHSIKTKDDPLYLFLSGGAGVGKSTVTNALYEALVRYLNTMPGENPDEVKVLK
VAPTGKAAFNIKGNTLHSAFKIPANRGFQYCALDNDRLNTIRADIGKLKIIFIDEISMVGSGMFNFLNLRLQQIMKSQNA
FGGVSIIAVGDLFQLKPVFDKWIFDNGADCYSALASNIWKDHFTLFELTEIMRQKDDVSFAELLNRLREGTHTENDIETL
KRRVLTIKPGDPNYPLHITHLFAKNDLVNSHNNAVFHSSPTVKAQVKCIDLIVGDISDDLKKKITQKIPDDPTKTMGLIN
EISLAVGAKYDLTTNVKVSDGYQISGFQLFRNDASPESTLRTCYGTAVYIRNDMQCVSEPFRANFNDVEITVSVLSGTVS
DFHIVGGRMPTPNATASKPTASSKNRASSEKSGPTVNPKTNEQQSGLKVSTSTATTVKTSPTKSNTIIGYVHHLSPSKRN



KRDTMDYSTLALQTSASVIEEGLVYSKGKRPLLAESEKSRTPVKIKRCSYTSDRKKFIVNDITEVSVPNPTDYSFQFNEE
LKKKSPSLSVQSIVADADVGDYVNTRVKVLTVGTPSTLPGKNLKVAIAKVADNTGTIDLDLWENNISTVKEGKVYSVNSV
QVRQWMGKKKLSTVFSSAFTLDSQDDIQASAEIQDQNDTTTTITIAKIHSVEKLERFLKCVKCARKVLQPSATLVVHCDR
CGYFMRTADCEKRRYATIVVELDGKKPLFLTVFNEVLNKVVEDLETATDSRVCETLLLLDNISITYDNNSLIVSVIQTKE
DLTIA*                                                                          
>Adig_10052v106905                                                              
MSCLMGNKTGKGARNGHGGKEKHTAKGNKALDGDCSRSEGVHTENAELVKSKEKEMSFSAGTEKKDDYKAVMAVVTAGGK
SVRIPRKHALLEGEQASCAEAEQKDNHGIGSSNGMKPGLTNQNAPVNGSSEDQSESVDFPHKSEGLPSEDHTDSPHPRSS
EVAAKSSTNSGHANDFVHSTSHEADLANDRNEVSTSASLMGRVPTTGDVRNNSQERTSQKPIDKEQTYHSSALNQSILAS
SQSKIESSTPPTTQFVQGHGGKVDLDKEAVKLEVDGHLVSKAVTENVLLLEKLSKYLDKESRVIKFWKHLAYVLEVPPEE
TQKFDIYTEHSPTEDLLNFLEGNHPDLRVGELKKKLQAVYRNDVIEDLQKAKKTLVNLQEMHRDADKHQKQGGLLPDLRM
IASAKGFEVVDNDGKGNCMFHALCHQLKYKKHLEISHQDLRKELVKYLHEHSKMANGTELAVFIDRFASWTEYLHEMAQD
GKWGDHVILFAAANCYKCDIHVISSVPSHDCTVRPDPPISDAAQLVLGHVVEVHYVSLKRSVSDRDGQLQQPPSNIPQLG
IYGQHKPEINGKKDSDVDRKDFAVKDIPYGVYSKICTKLNIRRDFFDDFRMVAEKLGMNRDAIEVIGQGRNPTDKIFTSG
DRRVTVRRLIAILHEIERSDVAEVLEEWVAKS*                                               
>Adig_10139v106987                                                              
MTEVPPHAQRILLGFPPKQLLWKXXXXXXXXXXXXXXXXXXXXXXKDDLLSSVDIRSGDTLIIEEDKCAPRVPLDSYKKS
LCGAVLGKITRKIVPADNSCLFTSVSYVMLGDTSYASELRNLIAKCVSGDPQTYNPVFLGGSNSDYCNWILDKEHWGGAI
ELSILSKHYQAEIAVVDTESGRVDRFDDTRLTEALEIAAAAKKRRQFTNLSQFSVRCLVCNTLLTGQQATQAHAVSTGHT
NFGETCHKSTARERAKVARGVDLFRLRNIEFNLHIVGAKKPQEQSTGCTGLSYSKIFSSKARYISLERYGSEQTRSAVRY
RGYLWPANYDSRGEVVEVSIPYTVKTGGWFTGLGEEDKKMIQEAAGVIAKHTCIRFVERADQDDYIEFYEDSRSHCESYI
GRKGGKQLLSLGRGCKNRGKVTHELMHALGFFHEHTRPDRDKFVKILWENIKTEHVKEFEMRTKGESTSLGQPYDFQSIM
HYSNKAFSRNGGDTIQSKADPTIKLGNENSLSAVDVLQINLLYRCPEALKQGTCAIERWDGDRKLISVGEFPLTFLFTFY
LVRTRFCGAMRKLEFTIRPTNLD*                                                        
>Adig_10200v107044                                                              
MAAHGFHVQPSSHLFERNISLNDLDLALNVREIVRKDVVVPTEATKHRHLGISTSYSFVLPSFENFEDEFRKFVFSFLVD
GHILRELETAKRLNWCRGLCRLVTVNTLGDGNCLMHAVSIGMWAVNDRYQTLRKTVYEALVEDVEGFYYSRWRAEENRQV
LTQNGGYERTEEQWANEWEEVIRLASQTQFPFGACGPQYGSLEEIHIFVLANILRRTIIVASDETLRGQYDESYAPINFG
GIYLPLWWDSIDCEKSPLVIGYADGHFTAVVSIDDGKLDLGIETHIAPTSSNCIHAVPLVKFDGTPLPVHFLYDHEEPMA
SDRVRQYLDCSKVSLPSNSGESRSTVVVAKVHFVEPPQCMKDLVQGYFAKARKEFQRVSKSKQLHNRTKFQPGIQQSTVP
FVRCQTQGCEFYGSTETGNRCSHCLNEYIRTLGPSREPSPCAPARQPSTREQQESVNIRATAASIDRSKAVPNKCHTIGC
KYVAVPEQGGLCERCFDAEQSAAELTASMGAVQLVTAIPCANHGNGCQFFGLPHQDNLCSRCYRAFCLQMESSLGVASPT
GLPPTSPTGTSAMGVYCQSPGCGFPGIPALYGMCVRCYTGCISSFVTKRGSSVENVSSSRYDPAPRPTHPPDIKSRNQPP
SDVTNRDQLPSGVERKGVIPTGAGMKGVLCATPGCINEGVFQYKDLCVECYEGRPSNPGSVLSIAASGHFPVTQAPLNTV
TTTTAAVPVNQMASGFPNHPMASAMSNPSNQGCDDRIPVRSRSGSGVTSQHSGLPVTTVAGSALLWTSTTPRAQRAPIVT
SARICPR*                                                                        
>Adig_10758v107553                                                              
DASLETRESVKPIATAVGGPQNWGPKNPSNAIAQQFLALGMRRERVPADGHCLLHSWLRVVQAEGQRSGHTVQNLLQDIS
KEIEMNIVHYGAFLTGPWRRQLEAYKTEGEYNSDIVDVVIFALSNLSARACQLYTVSSGNVKKVHAITPWHPESEAMAKK
RPHICLLFKGRHYDALISVNTAQQGENVPYKNPTLNHPPAQRQPEAMARRWEKVTPQEQTRDNQRHEVPARRWEKVAPYE
SSNNKRHSKPEATVRRWEKVLPYENTRENQHRHLNPEAKARRWEMVPCENSSNNSKPTTRKSDDQKDTNVGNKARLSWSN
LSSSVNGVSCDQKPQAIVADIANSHPKTPPTQELNCASQKSNLKENLENPCVKESEEDTEAKSDADDQAHSDEESEQTLK
ETESTVTIQETGLLTCQVSSQRQFIREFGRIVPSVEIKQSQEIW*                                   
>Adig_12457v109124                                                              
MSCLMGNKTGKGARNGQGGKEKHAVKGNKALDGDCSRSEGVHTGNAELVKSKEKEMSFSAGTEKKNDYKAVMTVVKAGGK
GVRINGRSTPPKQTHLEDDQASCAEAEEKDNLGIGSSNGIKPGLTNQNAPVNGSSEDQSDSVDFPHKSEAFPSEDHTDSP
HSSSSEVAIKSSTNSGHANDFMHSTNHEDSLADDQNEVSTSASLMGRVPTTGDVSSNLEERTSQKPIDKEQTYDSGVLNQ
TILPSSQSKIESSTPPTTQFVQGHGGKVDLDKEVVKLEVGGHLVSKAVTENVLLLDKLSKYLDKESRVIKFWKHLAYVLE
VPPEETQKFDIYTEHSPTEDLFNFLEGNHPDLYVWELKKKLHAMGRNDVIEDLQKAALKKIDRFDVVDLVREETNFAKKT
LINLQEMHRDAEKHQKQSGLLPDLRMIASDKGFEVVDNDGKGNCMFHALCHQLKYKRHLEISHEDLRKELVKYLHEHSKM
SDGTELAVFIDRFASWTEYLHEMAQDGKWGDHVILYAAANCYECDIHVISSVPSHDCIVKPDPPISDAAQLVLGHVVEEH
YVSLKPSLSDRDGQLQQPPSNIPQLGIHGQHKPEINGKKDSDVDRKDFAVKDIPYGVYSKICTKLNIRRDFFDDFRMVAE
KLGMNRDAIEFIGQGRNPTDKIFTSGDRRVTVRRLIAILHEIERSDVAEVLEEWVAKS*                     
>Adig_13968v110539                                                              
MEMKTLRRLAAEFMQSHEEDFLPFLTDAKTGASFTLDQYAQYCEDIMSTAAWGGHLEIQALSQALKIPIDVYQANAPMLR
TGEEYDCQPILLSYHHHAYSLGEHYNSVIPSEESLER*                                          
>Adig_17624v101562                                                              
MWRGLRVYSGICPDPECRTKLYFPSYASSSVECTGCGQHHTKDNLLTVEDIEDPEVAVRSLFRSVLLGHTSSRTTPDLVR
VKGYSNYHCKLLSPLLTSYGMDKRTGEGKLLREMGQGDVFDCGILGDRAFQIESEHMETAGYGRDKTGSLLYLKNTLEAI
KLVNDSEERLVPLHVDGDGHCLVHAISRGLVGREIFWHALRENLKSHLKTELDKYKGLFRDFIHDDEWKDIISEADPYFE
PPDGEGLGLRNIHLFGLANVLRRPIILLDDVSGMQSSGDYTGIFLPVLIPKEKCMRDNILNKPLAVAWSSSGRNHFIPLV
GVKGRPLPKLPSWLIPKAWGIPNELVQEYVELDSQGNCFIGGDRCLQEKYVQRLIKSMDDLFVKKHSISAELVTEVHQFV



YKPSGMVGVKPEKVTMATIAAVEDGRLYRCLSCKALSEQHSSISSEMLKPGGRFYDVAVQTHGPLQEGLNYTFPSEELVC
IFDVERDSLVAVKFKNENIHECHLCNGSLRRVKSDGSAVYMNGDRTTSPVEGRSRCGCGYKHFWNGKEYNNMPERFPISL
EWGGQTISETVNWFQYEEDPTLNSNVYDVAEKLVQQHFPGEFGSERLVQKVTVVKSQQQSPQTSPAKDEDNQPAKQQVKR
TDKKVRLSTSDGRQCMLTLSVDTTFKQFQELVEKELGIPVAQMRI                                   
>Adig_19344v115244                                                              
MDAFTERCKNRTVDILAFLCSTSVKTEKFIEEEKKTNSLELDLTXXWAQVIILSKEFMHAFTERCQNRTVDILAFLWSTS
VKTEMFIEEEKKMNSLEQDLTNQHMDNLIRNLSGFNLEVDKIERDRNCFFRAVDSQLNRHLREYRKHIEEHCTSLGLGIN
EAFDKRRLGELLVKEVSNNIEEYRDWMTLTPTGVNGLEEVYKFSQNGFFAYEVGDFCARATAKLLKIPIVIITALPSTPT
VPFLPHKFLTTTPIYIAYAHSGPGHYDATKEVSSEIDCDEQAKQK*                                  
>Adig_19712v115529                                                              
MYRNDVINDLQEAGYTDDDCLLSDLVSKDPKFIALLSSKLDVESIANWKRLATNFGVERQISNQFGLHGAGPTEALFLYI
QTDEKLRRLTMGELRKHFCDMGRKKLVSLLEKSGFKEDDSRLVRNEVVDGSDLLADISKQLNIESRTVKNWCSLANKLEI
PPKVYCAFDTSEAKVKSSTKEMFKWLAQQSPNLSVDDLLAALKKIRRFDLVDLVREETQSYFAKKTFLKLQEMHRDADKH
EKKGGLSNDLKTNASNKGFEIVYNDGKGNCMFHALCDQLKYKKHLEISHQDLRKDLVRYLHGHPKLSDGTELAGFIVTDR
FPSWTEYLRKMAQDGTCGENVILFAAANCYKCDIHVISSVPNHDCTIRPVPPISDAVQLELGHIVEEHYVSLRPSMSEDR
EGQLQQSPSNFPQLVIQGQHQPETNGKEDCALGSGTPSL*                                        
>Adig_19831v115622                                                              
KEKAHRKKYFHSYENQRSLFEDRTGSAHFAISFDPPKDGNCQFAAICKLLNSIGIHRSNHTMRDDIVKYLNNNPIAADGT
PLQNFTDLPWPTYLSSMSQNGTFGDHITLQAASNLFNVAFLVLSSNDPGYETTVSPVAANPICTFILGHFAEDDGEHYVC
LTDESDFNELDNVAECLANVGYSAPCRGESSSENGENPLNGVDVCVDNQSSGDDDQVSASRQNTLYDDQRSVGAIKSADG
DQASVGGQDSGNRDETCQNRSSTEPCLNPDILEEIVRQTLRLYPYMRSSLRAVSRFFRNIVEREPLPQVYIPELNDVTDI
RHVSVRKIILLKGKNSGAVLRLKEIINSVLWARAWLSFFALGNGWFSISNIYWKRKSHR*                    
>Adig_20136v115836                                                              
MKMDFTPLNPESDLQCLEESLYRCAIEEIERLCKELSNKYDAAARWIQQKECIDNPELLEKDVLGQTLIPDDITVAEGNP
RWLACKTTGDGDCLFNSMSRVLVGNESLCCILRLLTAVELYINSDFYCKHPAFQEYVNASVINGYDEDTLFTTCLTAQGI
AVWNAKDRDSAVKEEAKSCSKQKEWCGIFHIMALASVTGRPVYSVYPNAGCRIREFFHRKMPPRSLEQINHDVVYIMWSR
YGTLDSAPGSWYQPNHFIPIVKITRLAASDTRIPGDYKNFTKTKPPLSIKRQSKRWSITSFFTKKASEESHQTNNSLPAS
VRARPENCVEDCKGAKTTKLDDTSTPGSADPVKHEAVRTAPTRRLTCSTVERWKRQDLAQYDAESWLIYDEEKTMKGQYC
IALKCNACIQFESIIRNRPKFSKAFIDGSTNFRLTNVVLTQLSRDVLKSKFYSILFDSTTDKTVSEQEAVFVLYFEPDPR
EPRLSGDHEPMVHVKLGFLSLENLTNSTAQGVVEGIKTSLKNLGLPNVGEIPPIPVGLAGDGCSTNRGQTNGVQALFKKE
YSWCLFVWCVAHRLELALKDALSNTYFKKVDEVLLRLYYLYENSPKKLRGLKELHLAYKDTFQFAEGSVKPKRASGTRWI
SHKLAALKLLVDKFGLFIQHLETLSSDRSVKSSDQAKFKGYLKEWKSAKLFVYSCFFVDLLQPAAVLSQTFQGEDVDVVA
VASALSKVKKQLNSLQGREACTLQTVRHYLGKVEANDEYQGVRLSNLSQAIAQLKEGSSFYVNLLSDAIEARLGGSREIA
SIAIILNCEAWNASSSCNESIDQIILHYVCHFEEPLRLQGLQGTQLEFVNEWHDMLDYTVQYLSPSSRHYKATWFKIFHS
SRAVEWQNILLLIRVFFSLPVSNAALERMFSNLGRVKTAKRSSLSQGTLENILRIQAGGPPLESYDPSTAVNDWDRRKRR
RTNQKPRKEYKEIRTSDDARILLDDFRRPRSGGRGDSKLHTRQPLQDKICPLCKQAGRSNTNHFLNQCTCLPDSDKHFMV
KARQIVGILDIDQDTDSDLDPDSPVPDATLPSPGVVAYRVQTCQSPYMDVFHGHKVVRVTIDSGATGNMIRHSTAKHLGC
PIISSAQSVQQADGSSQLQLVGELQITFTGNNTSLVPLLWKQTTLLCDLLKERFSLAMALSTHMGPSPLPILRRAFVLRA
PAPSKTVWPGEFLEVVPSTSLPPTQCPSLSSTPSHTASVQTGPDSILPQSVRADFHSLLREYNSVFDPQFPGYNGAASSY
KAKVNMGPVEPPQRKGHLPQYARDKLIELQEEFDHREQLGVFCRSEDVGSTVEYLNPSFLVKKPNGGSRLVTAFADVGRY
SKSQPSLLPDVD*                                                                   
>Adig_20470v102210                                                              
MAPPNTKRKKKPGTGNATNSSASNFTESAMDEFLSHLNLYRKPIAKDGSCLFRAVSEQFLEGPFDHHLFRLQNPKEWAGQ
VEISALSLMYEKDFIVYQEINVEPTKVTDNNFKDKILLCYSNGNHYDAVYDNQFRKDAAFCQSLVYGILYQKVFAELDER
ENSAKSSKSNPPADITSPMVFYQNGLREEDSFKDEAEDNSGWTEVKSRSSKAKSARQNKGHEQEDLKEEASKPTLDHKHG
WQARRSLDPEYYRNVEIEVWEDSKNGQEQQDRNYAASIQYQCGDKCFAYVGPPDGEDRVYEAIVVFYLPVQGNIEVRIPE
LQQRSYVIPLQNLKPSDPQGNPARKGFQDESYSRPRPGAGMRDKSGRGRGRGRYPRGGREERQTQKDEEEARMLAAEQAK
LAELQEKDPAAFPALPTQQAEEKPQTVSSVEAAQDQTSAMFWSRLKSNPGIPSTTPPKEPNQASVAPDDKPPPGTSATAN
HQSNTAKVDAKEQETKKEKLPTRENVEAGNKASEPTKKNDVESVEASNISLASERRKIELNGVSKPAISAEKDQAKNKRE
VVKEVTTKQQVKDLSPGIKTLQKSNVETARSSDVIDGRWPKETLERSEPKIQANDAKEFEANDKKREESPVTSKQAVRGV
IRMKNLNNKLCGTPEAEEQSEANKDEVKSMRKAEETLSLKPALVGAEHPQFSAPEKKTVTFAEPLNEGGEIEMFVHNSKD
LAADPNTLRYFFNLGFQYHMMQMQMSQQIASQQMLYFPQQAFPMQEHLQPHPAATMGQQLSPGVSQVVYPSQQMQGYHPP
QGAQVMQDNASFSDRNSLDRNSP                                                         
>Adig_20881v100158                                                              
MDEYLSQFIEKTGTDPSLARDLLESTKWDINEALKAFETLSLGSANGFKEDSKCFKPSAGGKAKRGLSMVNADIVVEARH
KVIEVDTPGTNERYGRFEEMSDFTFVLPDLSNYDEDFGDFLRKDLIETSALVALEQAGRLNWWTDMGICRRLLPLATVGD
GNCLLHAASLGMWGYHDRLLTLRRALYRTLTSHLAKGAIKRRWRLEQWQKNIKAGGLLYSEDEWEKEWEEVLRLASTQRR
DCYQVTTDCNKGGERQPTLSSISEKGDKNSDDISVNENTSGTSMGLVKDNDTDENHSPQEPQLSEKRSQTVDNEEQGGAL
ESLEDIHVFVLAHVLRRPIIIIADQFLYGFGGEAIAPIPFGGIYLPLECDAKNCFRSPLVLAFDSAHFSPLVPSEEKSEG
KSLKAAVPLVDPNYSLLPLQFAVDPGEDIVWSSLDEDTSSADKLALTVEKRLELLKKYLDVETLKLPVTSRKDGAEDSKL
AGTSSEITSDTGNKSVEKKPSSKPVEKKEKSWLATQILKVGTMAGMVSSGAHNNVYVARLQIDKKPNYYEKMIGNYMQSA
KSRFEEEKNVQGNTNNGPRRSNEKPQPCISGGCSMFGTSATNYLCSGCYKTQKSYSETGRYSEGATSDDNKQEPSSISEN



NGVQRYLPPPSYSPYLPYGYFTDRLRPTGQHNSSSDQSSSSETPQSTLAALASSSAQLITVALGEWKLQW*         
>Adig_21574v102524                                                              
MRISYVMLGDTSYASELRNLIAQCVSGDPQTYNPVFLGGSNSDYCNWILDKEHWGGAIELSILGKHYQAEIAVVDTESGR
VDRFETPVHKLVPVLCPLSCL*                                                          
>Adig_22247v117473                                                              
MLLHEDNWEEKKPSCPKQTNAIDCGVYTCSFAKQYLSDCNSPIAYGGVDFRNEMVGDLLELAASNKCCSDFRWLSGDAFG
KRKNAEEMSEKEKLDLEVQSAGLQYRDPPTPKDGNCMFHAISDQLARLGLTLNTPSELRSSVVQYLRNNPLTQDGTHLRE
FISYQAWESYLRRMSQDGVWGEWITLWGLVNMLNIDIAVVSSIREGGLRVVSADDKSNSHHNLNRTALLRHEAEEHYHSL
DVTTLSAEKGEDLVAYMKSKYGEGNISEEICPKCCKKFKCLSAGIYEDETGMMQYYANDCYACDECSKEDDWYSF*    
>Hmag_XP_002163392                                                              
MKKCIFDEAYENIQKSQVRQKRDYDKRVNPKNSIAIGTKVLLRNHKRDDRKGGKLVKPWIGPYTVTNISSTNNYKEIAKC
ATFDMRKLIAEKFEIVWKHNVAVGNINLTLCPQGLHRIKGDGNCFFRAVSFIITGSEDEHKQIRDKVVNHMCNQIHDEMT
GYLSMPIQTHICKTRMLEDATWATDAEIIGCASFTEIWYVFKFLASLALMQWAKVDSNAALKDTISSLYEINKMWSVVQI
EFANENTVLRNSLLSVTNSHLKLFRKSESIFLTAMDIIKKLSDFPVHFDDKENIIEPQQTGLPTNAEQIKNLMNEIKVVI
PNQKQKSKKVPYFNSKEGFPVYFVPDHEKKRNSSTLPAFTTKFLPKTESYGYIKPIKPRTISAPENNTYVPIQDDEVVAG
NSAIIHATSHR                                                                     
>Hmag_XP_002165746                                                              
LVKKVKHQRRFKDDWLSDDNFKDWLKKDLKDDTKARCVVCHRSIELSSSGRSVLTDHAKGSNIELKNLSARREDYKSVTG
SFVNPLNKVYHTQAKHYQVRLECINFMHLHREYFESFIEGSFEHHLFLLKSPEEWAGQVEISALSQLYKCDFIVYQGINS
DPCPVTCNGYDKKILLSFSNGNHYDALYPIQFKSNAAMVQSILYDLIINTVFPEIGQLDDIHSAAGISSSGISYSGISSS
WTQVKASKVKMTENSEEKNYRQIQHSLDPNIYRNIEFDVWEESKNKLQQHDRSLAMSLHFKPGDLCFATIKESEDISKTI
RVRFHEIQSDKCIVLSENLKHRYFVRLEDIKLITNENEEYYKNLPGYYNKNENDSDFLQPKRRPKGRREKQEDRNRPPRN
GEQKKRHEKDNFRRGKKDDSKKKDSEDVKLKLDSVDLKDGNKRLSPILPATPSSDVEVKVAHPAESSAAFWGRMRVKPAN
HLSPNLSDSNHKPVHLDDVSVHQNAYKNEKSLSPSKDIISPVDIKHLHKNSSEGYGNHISNENDVKIRSEIKSPISNGNS
TVKMSTKVLSQSKLPAKNCKNPPIESFQTQNLRSADFSKELSFESSELSKEELSTVSDKCLPGESPNQTNKSNARKDVNK
EKSNKDILMSNTTNSFDSYNTISNTSSPETKLDYSTNIFTFTEELKHINKEETVSDVQDDADSTTDNSEESAGTEEIKDR
KIKKKVSFATDTEIISSSASHSSTLYNENLNCEPGKIKLPPEHIEKHTSDQPFNDRQQNVLQASYNGPFVQQIPLSGMLP
MYYQSVDQVIAPVAFSYDLEGKDLPEDIATVRHFFNLGVQWYYMMVQQQQNGFVNQPNLTSQAGILPLPLQTQIQLRHSL
MTSDINTTNQLHDSYLKKENDLANGTHQQAQIGHQVFFVPPNTYEQYELPPRMKRDIFPRQQNNRYVQPRFYNHRNGIVE
NVSRTRMEIQKGIPPHGMNFHSY                                                         
>Hmag_XP_002163895                                                              
MLSRFADIFSYLKYQIYPKEVLNKGDKANFRRQTKPFIVVNNELYHLNKAAKRKVIWSRDEQQNIIKLIHEGNDVSVESK
ALSGHTGVNNTTYHIQSRFFWYGMIKDITTYVSKCDQCQKSKNRKLESKPLLQNISIPKGNMKQVGIDLTQLPEVNGCKY
LVVLIDYFSNSPIKLLVLTDKTAKAMAFFLYKQICRHGCFEIQINDQGREFVNEISKELYSKTGTIQRITSAYHPQANGL
VERQNQTIKRILVKVLDEAALEWPYIIDSVLFSLRVRKHKSTGFSPFALLYQREAVLPIDIDCNLIDFNDNINLLSRPKQ
IHKTIGDGNCFFRAISYIITGSECSYEIIREKVVKHMCTHINNEMTLYMNQSIITYLNESGMSDNTTWATDAEIIGCASF
MGIDIKVYSKYGEKLKWLTYPCSLTLTQLSEHAIFLDNSTASHFNVVLL                               
>Hmag_XP_002159244                                                              
MPKNEADLKWICRECTYSNWPSAKKCVMCNILCLQNNRWNLVLDETNNDEIINEEIILLSEKNSANNDKNLKWNCPACSY
LNWIKSELCIMCKTDKPDEFKLVESLKNIENNAECRSDLKERKTIIKVHKWICIKCTYENWPKAVRCIICQHPRNKNCKP
DDFIRQGDKIQNKSTIKKTNRNKTNSPRWSPPRSPTSLQSGNIFDMPTLDESKILNITESFEKMTCQSEVNQRINQICNR
LSTKDLMWLAACRGVVEHDIKAVSAYLANGGDRARQLTSDDVLVLNEPQHYETGHTLVHLSIRYHREDILRMLLISEIPH
RSVKKLPCHVCPELSMAIRKQLLHSIRTRKGEFNCPFFTELVTFSLPGEILTFDTVLQHQLFKEILDTDVRKVLEEESLI
NWSSELTNQYGSRLCPLWNRAAGDCLLDSVLQATWGVFDRDNALRKKLFEALSEGQHRFFPRWQEAEEMQASEMNYSLEE
QQWKHDWANLVGLSAMAGSSLEQTHVFALAHILRRPIIIYGVKYVKSMRGESIDLARFEGVYLPLLWDVDFCWKNPIALG
YTRGHFSALVPMERPSYSSYAGAGAHMEWNEDDTHVTYLPLIDHEGHLLPVHFLTMDEIGLEEQLLQKRLDCCLTDTGIL
AAKQVITPRPALVSQMIDEWMNRYRKIQAELSESKGASK                                         
>Hmag_XP_002156268                                                              
MYKNINFNDVRKYLNDNSFPADMNERGKKANFKRQCKNFVIVDNKLMYCKKGIGEVIVIIDREEQLNIDKEVHEGLGTSE
KAVALASHLGINAVRKQISSRFFWHSIVEDITKHVAQCERCQKTSNRNLKVSPALKPVKVEQQVMKQVGVDLIKLPESNG
FNYAIVLIDYFSKWTEAEPLIDKTAVSVAAFLYRVICRHGCFQIQINDQGREFVNSVSIALHDMSGVQQRVTSAYHPQAN
GLVERQNQTIKKAIVKVLNENVKSWASVLDGILFALRVKVQDSMGYSPFYLMYNRQPYLPIDVKYTNVFNGDNYNPVYDK
EVLKKALQMKKGLEEKAMTNIVCAQKKQKVDYDRKHTTPSNFFVGQKVLLRNLKKENRKGGKMTFSWLGPYEILDILSNS
TCLLRNIKGNNTIKKKYSLHHVKPFVEEKGNSKLHSLTSECNDQDQSQRNSKLMKHPTKEVLQKIAEEQGLEIFIMPDLF
DGEENDVPSKIHVCKGDGNCFFRAISFLLTGSECQHTRVRNVVVKHMVSKPCFSLLSGYLGDDVENYITKSGMATDSIWA
TDVEILGTANLIGIDIA                                                               
>Hmag_XP_002155424                                                              
MHSRFADIFSYLKYQIYPKEVLNKSDKANFRRQTKPFIVDNNELYHLNKAAKRKVIWSRDEQQNIIKFVHEGNDVSVESK
ALSGHTGIDNTTYHIQSRFFWYGMIKDITTYVSKCDQCQKSKNRKLPSKPLLQNISIPKGNMKQICRHGCFEIQINDQGR
EFVNEISKELYSKTGTIQRITSAYHPQANGLVERQNQTIKRILVKVLDEAALEWPYIIDSVLFSLRVRKHKSTGFSPFAL
LYQRESVLPIDVDCNLIDFNDNINLLSRPKQIHKTIGDGNCFFRAISYIITGSECSYEIIREKVVKHMCTHINNEMTLYM
NQSIITYLNESGMSDNTTWATDAEIIGCASFMGIDIKLYSKYGEKLKWLTYPCSLTLTQLSEHAIFLDNSTASHFNVVLL



>Hmag_XP_002159374                                                              
MTILPKKKEQKNDEVERNRSRNRTTRSGEVVRNRNNQDENISESSNSLDKRDSQELLNLPLHKRSRHRQSSNYFSKNSRE
TREGSVSPPYDVNENGYNSSDEYDSLREIKKGVIKLDGPTAEQESEFEKQLLLKRGFQIKQMGTDGACLFRAVADQVYGD
QEMHSVVRKHCIDYMVKNSDFFSQYVTEDFHTYVRRKRNDSIHGNHVEMQALSEIYNRPIEVYQYGCEPINIFHSRSSNS
DENPPLRLSYHGSIHYNSVIDPYNPTVGVGLGLAGYKPGNKLLQSTIQESEAQLLEQEMLQDKLKATDWEATDEHLTEVA
ARESYLEWVRENQSKEKNNGASSSTCTSSQIRNSPGHRSPSNESNSRCSPRGEKHINLSMLSKDNEANAKNNTCISLSTP
NVDDWSYALGYSEDWDTDPVLAAVLAQSQQEYLQEISRLNSTVNKECDK                               
>Hmag_XP_002167800                                                              
IMVITIAYMSDICDDSNLATGLGVVFSGYNIGLVIGPSMAAYFVKMYFNDVRKYLNDNAFPANVNERGKKANFKRQCKNF
VIVDNKLMYCKKGVGEVIVVKDREEQLNIVKEVHEGLGTSEKAVALASHLGINAVKKQISSRFFWHSIVEDITKHVAQCE
RCQKTSNRNLKVSPALKPVKEEQQVMKQVGVDLIKLPESNGFNYVIVLIDYFYKWTEAEPLIDKTAVSVAAFLYRVICRH
SCFQIQINDQGREFVNSVSITLHDMTGVQQRVTSAYHPQANGLEERQNQTIKKAIVKVLNENVKSWASVLDGILFALRVK
VHDSMGYSPFYLMYNRQLYLPIDIKYTNVFNGDNYNPVCDKEVLQKALQMKRGLEEKAMTNIVCAQKKQKIDYDRKHTTP
SNYFVGQKVLLRNLKKENRKGGKMTFSWLGPYEILDILSNSTCLLRNIKGNNTIKKKYSLHHVKPFVEEKSNLKLHGLTP
ECIDQDKSQRNSKLMKHPTKEVLQKIAQEQGLKIFIMPDLFDGEENDVPSKIHVCKGDSNCFFRAISFLLTGSECQHTRV
RNVVVEYMVSKPCSSLLSRYLGDDIKNYITKSGMATDSIWATDVEILGTANLIGIDIAVWSFTGQKQAWLKYPASMKLGQ
LTAHRILLENKSNHYNVILSLKAL                                                        
>Hmag_XP_002159237                                                              
MYKNINFNDVRKYLNDNAFPADVNERGKKANFKRQCKNFVIVDNKLMYCKKGIGEVIVVIDREEQLNIVKEVHEGLGTSE
KAVALASHLGINAVRKQISSRFFWHSIVEDITKHVAQCERCQKISNRNLKVSPALKPVKVEQQVMKQVGVDLIKLPESNG
FNYVIVLIDYFSKWTEAEPLIDKTAVSVAAFLYRVICRHGCFQIQINDQGREFVNSVSITLHDMTGVQQRVTSAYHPQAN
GLVERQNQTIKKAIVKVLNENVKSWASVLDGILFALRVKVHDSMGYSPFYLMYNRQPYLPIDVKYTNVFNRDNYNPVYDK
EVLQKALQMKRGLEEKAMTNILGPYEILDILSNSTCLLRNIKGNNTIKKKYSLHHVKPFVEEKSNSKLQSLTPECNDQDK
SQRNSKLMKHSTKEVLQKIAQEQGFKIFIMPDLFDGEENDVPSKIHVCKGDGNCFFRAISFLLTGSECQHTRVRNVVVKH
MVSKPCFSLLSRYLGDDVKNYITKSGMATDSIWATDVEILGTANLLGIDIAVWSF                         
>Hmag_XP_002156490                                                              
MSGGILKKTLSSSSTSISNEIHKYIKFQTEFFLSNDMAHFDMDEKTSTVVIPNDIKQKNLKILCDDIKLEALVKNCDLNW
CKYARPLCPINTENDGNSLLHSLSLYIFGVHDRYNYFRRILSFRINKEKLDGQMGIRWIKHSQQSNLLHGWNRLQELASD
RKYFYSDKTTKFSELGNFHIFVMANILGRPIIILSEKQFDNIIGGIYLPLLRQSKECFRSPIVLVYYNYHFSPAFSCESV
ITMLSNICYDDSALHCVPLVNNNLMPFKVHFLLPSENQDKVLLDYLDISYIEEKIKVAFFKFKSPLANSVKLIKLFSKND
FDENVPNVFDKRLIDTQYSENFTQGSSKMTYIGNESSNKKSVDNSSFISAMSYSPPLDLSDKKLLESETQTETRTKLQTA
DSFASSYYQNSVACIGCNKHFFISDLKEYSTNLCKKCFLEHQHIESTYSKEYRTHGNNLLKHHINDLSSYVGTINTSSMV
IGITESNLHVEDFNITDITIQGYNIEHCPTESRKGGVLLYLNSNPNYIV                               
>Hmag_XP_002167772                                                              
MAGKVNRVKCTSNEKDVPLAGSKVPPTNNSESAMDEYFTKLNLYRKPIVKDGSCLFRVVAEQVYHTQAKHYQVRLECINF
MHLHREYFESFIEGSFEHHLFLLKSPE                                                     
>Hmag_XP_002168275                                                              
MHSRFAEIFSYLKYQIYPKEVLNKGDKANFRRQTKPFIVDNNELYHLNKAAKRKVIWSRDEQQNIIKFVHEGNDVSVESK
ALSGHTGINNTTYHIQSRFFWYGMIKDITTYVSKCDQCQKSKNRKLQSKPLLQNISIPKGNMKQVGIDLTQLPEVNGCKY
LVVLIDYFSKWVEAEALTDKTAKAVAFFLYKQICRHGCFEIQINDQGHINLLSRPKQIHKTIGDGNCFFRAISYIITGSE
CSYEIIREKVVKHMCTHINNVMTLYMNQSIITYLNESGMSDNTTWATDAEIIGCASFMGIDIKVYSKYGEKLKWLTYPCS
LTLTQLSEHAIFLDNSTASHFNVVLL                                                      
>Hmag_XP_002158093                                                              
MDKDELYQRQKLEQSELQAKILSMKRNASKADKKQKQQVNITAARLQAELDEKHSKELEQLCQENKPCDMVDGIGLISLE
SNEASKVKISKAQKRRDKKEASNRELNIRIANGEKEAVNHSRNIEASQFEKLLFEKNLKIIEINPDGNCLYNSIAFLFNG
STTEDGMLQLRERTSSYMLEHIEDFLPFSTNNVTGDIMEEDEYTKYCHDIRYTNLWGGQLELRAISQIYKQPIEILQASN
PPLMIGEEFDKQPIRLSYHRHQYGLGEHYNAVVSVT                                            
>Hmag_XP_002157515                                                              
MTKKLVLRCQFDGGQRKTLDGLTSSSTIRQLQEAIYQLTSIPQSIQKEIYADDLRVLAAECIAADPITYNDAFLGKSNTD
YCLWLKQKDHWGGAIEINVLSTQNEIEINVADIQSGRLDVYGENKNYHKRVFLLYDGIHYDAIGLEENGVITKTVFHTSD
INIQIEALALAEDAKKKRQYTDLAGFTLRCLVCSTPLTGQSQAQQHAKITGHMNFGEV                      
>Hmag_XP_002155491                                                              
MSLHELLKELEELEDCCGEVDDNDIKKIGLLCQDNVATSELAKFVKAISSYGCIDKILERKSLFDLFLLSKKFESSDEIF
SLLEWCNGDLTEDCSEGQYVSAIVDDYNDYPCDDEYEKCEDYYYETENLNYFSKEEDDNNSDSDCSDISVEIDLDDEFSI
HQNLWFNVQEFKKEVYSKYALYLKAVKESEPYWMKNKLMQKYIDILIKKDSSGNINDNPFPKLGLPKLPNFAVASISYVP
KNNTKAHTKIISFPPRTGHTEEQILNYIESKKLKKKKYQEAEMVVIDIHSKLSSCVTTNESEKQSFDMQYNENANIQLND
EKGGVKEWKHSSERFKGKLLTNKNSFIVSSCGNEEVKEIIEVVKNQLTNKAIIDEGIEKFRKQLENKYIVEDVPHDGSCF
FHAMAKHLHIKNAYQQLRKFTMNYIKANRQRFIDIDLVLDEKETFEEYINRMYSNGQWVEQPEMQAIANEFRVNIRIVNS
NNSTTEINCANIPNNTIFIGYIMSMHYVALRNIHDDVDSIADIHAKITQFVSFLAVRGLSATKRKVELVARAFTAMELYI
NVIESADEQEKKIKQTYTEKLKALDLIDPNSVPMENKKDFVAEWLSGLLANNEASFIHNTGKTRMKALQQFDPTIKCIRD
FNEKSFETFLNNILISESSAVIFESKVKPFSKNIENIPDLEELSYKNLSDHPNVDKTILRKILLEKMVLADKTIKHKEYN
T                                                                               



>Hmag_XP_002170322                                                              
MHSRFADIFSYLKYQIYPKEVLNKGDKANFRRQTKPFIVDNNELYHLNKAAKRKVIWSRDEQQNIIKFVHEGNDVSVESK
ALSGHTGINNTTYHIQSRFFWYGMIKDITTYVSKCDQCQKSKNRKLQSKPLLQNISIPKGNMKQVGIDLTQLPEVNGCKY
LVVLIDYFRTIQRITSAYHPQANGLVERQNQTIKRILVKVLDEAALEWPYIIDSVLFSLRVRKHKSTGFSPFALLYQREA
VLSIDIDCNLIDFNDNINLLSRPKQIHKTIGDGNCFFRAISYIITCSECSYEIIREKVVKHMCTHFNNEMTLYMNQSIIT
YLNKSGMSDNTTWATDAEIIGCASFMGIDIKVYSKYGEKLKWLTYPCSLTLTQLSEHAIFLDNSTASHFNVVLL      
>Hmag_XP_002170744                                                              
MHSRFADIFSYLKYQIYPKEVLNKGDKANFRRQTKPFIVDNNELYHLNKAAKRKVIWSKDEQQNIIKFVHEGNDVSVESK
TLSGHTGINNTTYHIQSRFFWYGMIKDITTYVSKCDQCQKSKNRKLQSKPLLQNISIPKGNMKQICRHGCFEIQINDQGR
EFVNEISKELYSKTGTIQRITSAYHPQANGLVERQNQTIKRILVKVLDEAALEWPYIIDSVLFSLRVRKHKSTGFSPFAL
LYQRKAVLPIDIDCNLIDFNDNINLLSRPKQIHKTIGDGNCFFRAISYIITGSECSYEIIREKVVKHMCTHINNEMTLYM
NQSIITYLNESGMSDNTTWATDAEIIGCASFMGIDIKVYSKYGEKLKWLTYPCSLTLTQLSEHAIFLDNSTASHFNVVLL
>Hmag_XP_002154474                                                              
QESLTGNINDVVHHADSLGEKEVGEMDNDTNSAENKNEYQNMNAYFVKMYKNINFNDVRKYLNDNSFPADMNERGKKANF
KRQCKNFVIVDNKLMYCKKGIGEVIVIIDREEQLNIDKEVHEGLGTSEKAVALASHLGINAVRKQISSRFFWHSIVEDIT
KHVAQCERCQKTSNRNLKVSPALKPVKVEQQVMKQVGVDLIKLPESNGFNYAIVLIDYFSKWTEAEPLIDKTAVSVAAFL
YRVICRHGCFQIQINDQGREFVNSVSIALHDMSGVQQRVTSAYHPQANGLVERQNQTIKKAIVKVLNENVKSRASVLDGI
LFALRVKVQDSMGYSPFYLMYNRQPYLPIDVKYTNVFNGDNYNPVYDKEVLKKALQMKKGLEEKAMTNIVCAQKKQKVDY
DRKHTTPSNFFVGQKVLLRNLKKENRKGGKMTFSWLGPYEILDILSNSTCLLRNIKGNNTIKKKYSLHHVKPFVEEKGNS
KLHSLTSECNDQDQSQRNSKLMKHPTKEVLQKIAEEQGLEIFIMPDLFDGEVNDVPSKIHVCKGDGNCFFRAISFLLTGS
ECQHTRVRNVVVKHMVSKPCFSLLSGYLGDDVENYITKNGMATDSIWATDVEILGTANLIGIDIAVWSFTGQKLAWLKYP
ASMKLDQLTAHMAISYSRCIHRKKFDPKEFLIYDE                                             
>Tadh_XP_002117643                                                              
MHVQRLRCLSKGGSHNINTLRDNNTVADLCNHIYKITGIMAQDQKILYGYPREQLDLSRPEQLLKTLPISSGDRIYIEFQ
QNTTPPRNENSTDQSKKPPSYSQRRNVNIIPRYILIRQVPADNSCLFSSISYLLTSNLQTVEELRSLISEVVQRYPKLYT
EAFLGVEPSEYSRWIMLSTSWGGGIEIAILSEHFQVEICVVDTVNIRIDRFGEDKNYQHRIFLIYDGSHYDSLELVDMAN
PNTSAKQKFSTNDDNLIPLALELANEVKLNRQNTYAGNYALRCSYCYKQLTGVYDAQQHTKLTGHTNFEEYE        
>Tadh_XP_002114722                                                              
MSVNASTGSKWTCQVCTFDNHMSAVRCAMCYTNIEKAKESHGSAGCTQQSTLLITQYDNNSKNAHQSNEYQRGSDQIWSC
ASCTYENCLNSSNCSMCEMQFYNDKNNERNHSNNPTSHGDSTSTNVDTGTNVINYKYCNKWICSRCTYENFIKSLRCVMC
QNPRYPQEAQIDLNQLNIKSKSPSVNQLTNHACNRGKPESCYITYSPTEEMIDNPYDTEVKIDNLHSYDAFPITEEDLNQ
IKNHLSTEDWSWLGACQGVKTGKRRPVEQYIASGGDVSRQLTNEDLMLLKWTNPVEIGYTLVHLAIKYDHQDLLDILLTP
VADRRAHKCLPSDAEPELAQDIREIVSMSIRQRKGEWPCYFVTNIVTFALPAGIHSLSPDVQEQLFNEIIDRDVQNELEV
NSTVINWSYEITEDLDSKLYTLWNRTAGDCLLDSVMQVTWGVMDENAVLRRALRESLRCEDRFYQRWREAEAIQASILEF
SLDEQQCVKDWSNIIDSARKKGAPLEQIHIFVLAHIMRRPIIVYGVKYVNSYKGETLGLARFQGIYLPLLWERSFCVSNP
VALAYTRGHFSAVVGIESDTVNDAVAGANVDNCENTQTIYLPLIDSLSVPLPVHFLLNSELGCEEQLMHEWLDCECTSSG
IIVAKQNITRMPFQVDRMLDNWLDKYRKLDS                                                 
>Tadh_XP_002112050                                                              
MAENDGEVSELQQLLDRHKLERKELQAKTQKLKHAVPKGDKKKKKFVSAEVAQLELELTQRHEAELKALKAQSPDTQDEN
NLEISNSNEKNEKNTSTARISRAEKRREKQAAKERERQQRITEAEAENINSDRNLEIRKFQDIQNKYKLIMFEVPPDGNC
LYYAISDQLDTRLGTKATVSDLRQQTADYMVAHESEFVPFIALDGNDSSLASEEFKSYCQNITETAKWGGQLEILALSNV
YNVPVDIYQANGSIINIGEQYDVENKIRLSFHQYQYALGNHYNSLRPVHDTDTQ                          
>Tadh_XP_002108607                                                              
ILTGQCPFSSTTLVFDNTTIQVDCPNCSATHPVSKLHHVDQFNWKGDHHLHSLVQSLFKNDQSIADKKKMAHELVVVNGL
SNFHCKIISPLLTYYGMHKQTAKAVRLKDLSQAEPFQCSLLADRAFRIHSDRIAILGYGRDRSGSIEYLKDTLKVLNHLC
NQEVIVPIHVDGDGHCLVHAISRALVGSELFWHPLRVNLRFHLKCNQSRYRSLLRDFISDDEWQEIIAEADPDFVPRNGE
SLGLRNVHIFGLANILKRPILLLDNLEGMQSSVDYSAIFLPVLSTVIECKGKDGRLHKPLVLAWSNPARNHFIPLVGIDG
RPLAKISRQMLPNVWAIKQDLLDDYIEFDDDNYCTICSGRALPEQYICKLVGCMDELYFEKYDVIPGLVEEFYRQLSNTW
LQPREIATITSNAVREGRLLRCLSCYAIVEHNARFPTSDLKSGGPIYEWIRQSHEELKSGQVYKLQFRRRASFSYDVIGN
CLNLIKTRQPSYCPLCLVGKMRSLSGQGNIAYCNGDTTKTPADPNFSQCCGYKHYWDGKEYDNLPQIIPITFEIHGKKIE
SQFTWFENDSDPSKNSNAFQVAKELIMKNFPDYCSNHYLIQRL                                     
>Tadh_XP_002108482                                                              
MGKKQNSNGQKSQRLAQQQRKRDERAARREIRRQKEQTQSSSEENSLKLQLSRIQLKIRQITGDGNCLFRALADQLEGHE
SNHINYRQQVVQYMIQNRNDFEPFMIDNVSFDKHIQLLGQEGTFAGNDALVAFARIHRLTIVIHQLNKPCWQIEGIDGPT
KTGSRELHISYHDFEHYSSVRKIKDNHPHAAADVKLIQLKSDSDKIACNESTKKKQKGIQDATEGKCHNNTEPRSQDASH
PDSIPHSHPTPAQDTTSTTSIGASPTHSETCIDKNEITTTVTTSALNKNADATNSMGNTFIHQPNEIELEVMHLSNCTDI
NLVREALREHEYNISNTVAYIVQIEELTSQDGQSTQKTAGHHLHHTVAENEDKVALDNHSNGKLQQSSSKGSKGNIKGRP
SSHQQPNKYISNRRRKELAKKDRQKRRDERKKNNNETIQSTQQNQTPDLPNTLQLLHI                      
>Mlei_ML02525a                                                                  
MGWTARKHYSSRYKNSRPFEYRKSSAESVRRARPSFIPLIVEPVETGKRIIRIKNHKIAVPKEWKVLNLIDRIKNMFENN
ILTDSESITIHLGELGTVPLPSNTLGDLYHVLKCTHSGGSSVLRDLTSESTLQDLQTSVQNITQIEAASQKLKGGYPPKL
INTSEKTALLSDLGIKSGDTVHVERGAPSSNTSSAPSSNLTPAPSSNGPSNPTPHHSTRERSAAPVSRSIVRKVVPADNS



CLFASLGFLFQGDTGQSIATALRCVVGDIVLSCPEEFPDVLLGKKREEYVKWIQNSQIWGGGIELAALARHFATEIHVVD
TQSLRIDKFGQDLGCSDKTYVIYDGIHYDPLYEPTPAGPVTVFLLHDSDIEAAAMLVAANAKKAHNYTDLANFTLKCGTC
GLGIAGEQDARHHAKETGHQNFQEYN                                                      
>Mlei_ML03272a                                                                  
MNEEELKEKHRKELKELQAKIQAIKKAVPKGDKKAKKKSVEEIALLQKELSDRQENELKNVGSQSDYVETVKDEVNADTE
EQQLEQPLKKMSKAEKRREAKAAATQKKLEQISELGTEVTKRSTEHFKITEYLKSLSLTVHEIPADGNCMFYALQHQLQE
RGLTLNMNEMRETAANYMSDHQDDFLPYLVHPKTGDMLSSEEYSTYCQEIRTDGVWGGMHEAHAISSALKVPIKVVQADV
PPIVFGENYTKEPIILLYYKHKFGLGEHYDSIAPSR                                            
>Mlei_ML046513a                                                                 
MIHFMEFIFNNLENQRPEYRVLYCLTTPSSQNQMNDENHKWSCTTCSYANWPLARKCTLCLTPKDNVIDVETGKVKVELI
QQPNVKWTCKNCTYDNWPASNRCTMCQQAKEDTTITANDGEQTSDGACAASTKTASGIVRNSRRSRKNRSSCNETDKWIC
SRCTYVNFPKTKKCAMCQSSPTPTYIRQLSNSSSSSTDSIHSTESRRSGTTRIIEKCTRSERGTVRPDRADVVRRQEKRK
LYDSTRKKQIRNKILQEDWLWIHACIGAIDGDPIPVETYIKRTGSITRALTAEEARELSSDAHTVDPGQTLIHLALQRHS
NHNVLVVLLSHQQQSRPSGTGGNLKRMPSYECPSTATEIRRVVAGNLRQYNHGDFYCHYMSDPVTFILPNEIFSFGSYTQ
KCLFDEILDLEAQRVLEENRVVNWSKEIVSKHNSKLYALWNRSAGDCLLDSALQATWGVNDRDGSLRRALSNTLVHAQDK
LYPRWKEYECMHAANLHYTLNDSQWTTTWKKLVKLAEQPGKSLEQAHIFCLAHVLRRPVIVYGVKYVHNSTGEVLDYARF
EGIYLPLLWGSGCCIKSPVVLGYTRGHFSALVGIQHDVGDSSILLPLTDSQHQPLPLHFITEEEVGLQNELIREWFETTE
TSSGVLCAIQHVSSLHILTQRLINGWLLKYKRTNTT                                            
>Mlei_ML11138a                                                                  
MGDNAECVAEFVSKTAADSSVAQVLLKITENSVEDAVQLFHSISDEKSYTLPQPVTRVPHVTSTAGGSVDTPSNGDDRRL
NRYHRGFSFCSPETLLTSLHEKIKNDFNHLVPPVDEVEDIVVPKDLFYLPNLLSLDAEILCFFFDDLVDIQTLERLEHFH
HLNWWAIKEPKNRLYPIVTRGDGNCLLHAASLGIYGVHDKELTLRGSVHRLLPQLPSLRRRWQHEMELRFKEFGFDIELT
EEQWSSEWEDILKMSSPAPLSRPPDSSTPPEDSNDNDYYSMDNLNKVKYRSLEDFHVYVLANVLYRPIIVIAMSHLYSQD
NQDLLAPVYFGGVYLPLERDPELSFKTPLILAYDSSHFCPLLPMEDGDAFVPLVDCMLAALPVRFAYNPDITEPQPVEEL
LKKYLVMCKTTILTKQLEIKAEFQHVDITLPEERPGYQRELLDNYLTKAGQRYEQNSEYVDSKMYLIWKYLSVIPQYPKS
DRVFRLSSVTGTNEAVRKRIASEESAVSPAPPGSRSTTSTLKSTKSNQSSKSLKVLKKCFNVHRRFASASNIEKQRSQTT
LEKKYSSVGASICSLKENGTGPLTEPPPSPTHHNLTYNLKHSIKRRFSMRDKKRERAENGASPVKAHPPRPPPQSCITAC
FGGQTGDVDTVKS                                                                   
>Mlei_ML13081a                                                                  
MTILPIVKLEKEEEKGPDEAPPAQDTPLSPNRFGSSSPSASSSAFFPPPRTPPSPPRDREKPFIAENWEVERRDNGRRRR
RVVGTSRTTTPRSPVVENRESRETRERNNSDDEYDNGSVYDYHKERMYEKLLKENKGLIIKRCTDDGACLFRSVADQLYG
DQEMHSVVRLKCMDYMVKNRDYFSQFVTEDYMSYINRKRQDSCYGNQLEMQAMSEMYNRAIEVYIYSIEPVNTLGYHLKT
DYPPIRLSYHCNCHYNSIRDPYEPSIGVGLGLPGYKPGLPDQQLLQEGLTKSEADDIERIMMQDKLESTDMEATADAITA
AIARESYMEWVKQNERGSAETGPSCSSVAGSSAAAEGAPGYSGQCSSAAPSTAASSTAACSSSDQGPSSSGSSSSCAVPP
LTAPNLTPPHSSNSIHTSTLHTLYPVYGLDDYDEDKMLEAALALSRAEYVNKMQRQ                        
>Ocar_g307_t1                                                                   
MGRKGARGGQSEVDAIDSFLRVNGLWRKQVAKDGSCLFRAVSEQVFHTQAKHKQVRRSCIEYMRRNAEQFEPFIEGPFDH
YLAQLVNPKEWGGHVEMTALADIYQRDFIVYQVDKGHQNVTSKGYERKIELCFTGGNHYDCVYAQSFRSGAAECQAIVYT
ALNSIYKHIRDFSTEKKEDRRDSRKPKEKDKDTTFWSKLLDPVQYVNVELEVWRGECQAQQRSDMNVATDMQYQVGDFCE
AKIGGGNAPYRKVTIVDMNPLPYCLSTALNFQNLSGYYQRPPLGALLQIIKKLVGGNKGVKDGHQEEANQLVATTSLPEF
PALTSNSVASLTTPSKTYAQMAARTTAETVVPVPVPVHSVEDLPKNAKDSPVENSSNDENSLQDVPEVSGMVTPPAKSKE
ASPPFTFGDFSPVKNREAEADESSSPEEEAEKETEEEEEEEEEEEVEEEENLEAASDEPEPNNTDGSPKMVQSPPFANFP
RQRCLPPTPPRVQVDFLSLPFLADAEGKDLPEDPQLVQYIYNVGLQCLKNIGYQHAVAARQHHQLQLWHAAQRASHMRPE
EPESSPPEKDNEAEELSSSVVKKLNDQARNKAAKAFQAEGKTKMPKKVKIAQQQVEQQQKREEQNQREQLQQQQQDNTST
RADSAAPKFLPSMQTAPKPAFPPAFVPNATPVVSVGSIQGPLVNASKPLMSQLPPSQATTFGSLSSLSATVTPSSRQQRP
SYQPSSQGLSHPQHHQQEMPHQRSRPPLSASLQSQPERQHSQIAEFRMPYQYQNAVPLEQHHPMPGNSVGRAFQAYHPEQ
RFPPPVPMRYQPPVVPSNPSVARRHARQQPSVNSSQEEVFYNPQHRNFIRKSGDQLSTIKTSKQNSSYYVPAGAEFWYQP
GDR                                                                             
>Ocar_g1656_t1                                                                  
MTILPKKKTSKATKDKSEPESDGESKGRSSPREPWSSSSSSSDEDRNQKATESRKTDGTVAAAATPRQKKKSQLKEKGDE
REAAGYNSADEHEEEVRGRCYTVDDERRFEKELKEKRGFLIKRMVEDGACLFRAVADQVYGDQEMHHVVRQHCMDYMVKN
RDYFSHYVTEDFTAYVNRKRLADCHGNHLEMQAMSEMFNRVIEVYQYSTEPINTFHGMYKTDNAPIRISYHCSIHYNSIS
NPYDATVGVGLGFADFKPGLADQMLLNDSVQASELDLIEKTMLEDKMRATDWEATGDALEEAVARESYFEWLKENEKRSR
CKTMTDSGAACSSKDNPLEDSTSGERRRKLPAASAVAPTPPLPLGGAARSKVEGGGSRVRRSLSRSPRHSPYSRSPAVSP
NSSPLPSPTGGSPSTSLRSSPCLQAGCVKDGKGKGKESGLEAASAAVASASEYQHFFDSVPPSVFGEFVILSLLLYREAS
VC                                                                              
>Ocar_g1701_t1                                                                  
MKDHLDSNLPKYKEALADFVSDSEWSQIIAEADADYTPPEGETKGLGNVHIFALSNVLRRPIILLDTPEVMKSSNGYSGV
FLPALYKPEECCGKSEPSELNSPVVIAWSSMGHHHFVPLVAIKGQSPARFPRHVMPGVWGGFPQELLSEYITFDAEDDYC
LVASGKCLSESYLIKLIKAMQQQFFTEHQVSSHLVAEMQEEVYRQRGFVQMDLDFLIQSTKAAVSDCRLCKCISCHILLE
TIVPADEQLLPGGTLYETVKARFGHLSPEQEYSFPYHGVKAKYNKSSDLLEVISYPATCPYCRSGDYVRTVKGDGSVEYV
HGDTLDKKAPNSKCCGFKHFYNGKEYDNQPVK                                                



>Ocar_g4164_t1                                                                  
MRKSYPVGFKINAVKRAKVIGNGATSHNAHGTITVLFFEYKPRFQFETLCLCLQLVFGGAFDSRAETEEILSDVLKVEVF
RQPVADNLLVGSYCAFSNRGGLVHPKTSVAEQDELSSLLQVPLMAGTVNRGSGVVGAGFVVNDWIAFCGLDTTSTELSVI
ENIFKLGDAQPAAVAGAMRDSLVESGRVTSCQAKLFLFFHAVQVKGDGRLVRLFHLLDKLQFKKVARTSKVSGQDRGVLW
SMEKEDEEEKRREELLSRHRQEMKELRSRILAARKDLKGDKKEKKRRLAELEKLEKELKERQEREKSEISEVEEKTATPL
VLEASDKKSRAQRRKERKSAEAKERMARVLADEKEDEKTSLRRLERDDLSEILSQHNRSIYEVRALEYEKIEGYCRKLTD
TTSWGGHIEIQALCSKLGCAMHVYQASGSPLVFQQRDDAEDSSSGCQPPCLYLVYAMKYDHKPHTSANYAFY        
>Ocar_g7521_t1                                                                  
MKRERQAQKYGYLSEDENFASFSNQLEATGFKLKDIPGDGNCLFRALADQFEGDMSQHRKYRQEIVDYMIRNREDFEPFV
EDDVSFKDHVKNLGKEGTFAGNDTIVAFSRLYKANVTIHQLNAPCLQVNGAAHALAPSLHISYHNGDHYSSVRQLTDTGR
GPGMARQGSETPTKSKKKGKGAAADPVAIVKQATGYQDTAMIEQTLEDTLNDIDATIGVILQIMEVSGIAEAPENPLEVK
AGATAVQRKHIKQEKKPREEPHLSNRKRKEMAKTERKERRLEEQRNQRRPRADVASGTPNSSLPDFETLRI         
>Aque_XP_003391455                                                              
MFHHILGMHTVSDSVFFGTLKEMYDHVKDILDGICLEARKEMQDMDQEKIGSWQRAVTCGDAVWLTRGSFSRNCTYTVRN
YLIGALLYYCHICQKGSDNLCQDDIYEGTSKAAEGFGANEVFKLMVKDQMNVECHIQDGDSTSENVVLKHFPLCRVLRCG
NHVAKNHAIKLDKLRKLKEMTTNDGVRVECYCKGKKHAKHCGCLTEKFIRKAKASFQMCLTNAGTDPNAFSEKLMNLALH
HFQDEHQWDGGQCDFHPLVVCSCGSCTDKYNLKCHGKPYKSDQVLKCPFHTLAYKLECQEKAGLADVLIHPEIGKVTTNP
VEASHNVLVRYRSKNWNLARLHYHVSTNIGLIQGCMTYLFTKRGPQYHWILDILKRMCLPVVQNLPSILEKLNADRFFDI
ESKKTNVAKARRKLYKRKRKVFEHQRRQLFVKESAMNHDYGRDASTEEVIADASTDKCKCGSTDHRRTSHKICPLRRTCD
TATGIDTSCDINASKSDDNVSEYDDDCYDFECSLSDETVVESCACPNFPCHKWDCPDNTKSFHSLESDCLIDEEKTNGAS
KVLHEMLPPPSTNRDWVQKAVAIISKLSGIAVVERVDAVKQVPCREIAPHIRDEIVGDGACFYRTISEAITGTEDNHFAV
RMSLINFMLDPANVLAFGRLVRAGIYYDIDALKAVRSHINRHKLYLETSWSTEYEVFAAATMFQVKIMVFSEYSNYRDWH
TYVPRFTNETCMTPMKVMLYLYHINRNHYDLVIPVLD                                           
>Aque_XP_003390804                                                              
MPRRKQSKRFEALHKARWTARTGSSTAVTSTSSTIITDNDDRNEELDDVTATPKRETQSDSDGTMEVTPIHFQKYDPDFN
LDTPEGRNSGELPNSNSIFLGQYDCTGCAERRVTFESSIKHETENCTAVGLALQVAFICSGAMYSQYAKVLKNALGMYCA
GKSIYYKTLALMYPHVKGILNDMCEQAKESMKQKNDSELGSFKNAVTCGDAAWLTRGYHSQNATYTLRNYQTGGLLYYKH
FSQRGKDDITGEELFEGTSKSAEGFGAEWVFKKAVTDEMNISIHVQDNDSTSSKALLSNFPNCRIILCSGHIARNHEKRL
KTLAKQKFKKKSQVKKYEKTHPGIATVKCHCMKDDIGCFTNGFIKAARINFSAIVKSVGCDQQAFIDRLRSLAKYHAKNV
HEWDGEKCFFHDLTVCDCGKCKKSDITCQGKPYKTKNILSCPFHSLAYEIACEAVIDKSKQIIHEELGCCHTSIIESSHN
VLLQFRTKNLNLQMLHYYVSTSLGLIQSNMSWMYVHKGPAYHWLLDLFDRMSLPRFDGMAEALKALNVSRFKSLLKVKQC
DVKCKGRRARKRHRQSEQAARKLWVEQHKTCHTYGKETPKSFRKRKAKRDEISKKKGKLSITDFDQDLGSECGSLATEIA
HSGIIDDNVIDQGTCNIILNDSDDDESLLSSFDDNDSSILNSSGIDSDLEEFIISSVKCTCSIEKSSHQRSCPLNPRNRG
KSPDVEYIKSEDAVPLAIGETPSTDWMNAAALLIQDYTGETVSIGTDPLKTIKHVEISPYICHKIKGDGNCFYRAISKAV
TGTEKYHLLVRLTICTFMTNNALELSNLVLPHMHNITRENAVSAMRAHILHKKLNQFGTWASENEIFIAATVFQLKIHVS
VLSILKKNRSWCTFKSLFHNEGCHYQSDFNIYLFHTNARNHYDLVDFKLT                              
>Aque_XP_003390683                                                              
METESLKGDKIILPTDMRGTPALILIFMKAHGLKMSERYRIPFIENFGGSIPVYEVNVLELIFLRLLRRFLQANLRQQIE
ARRHEHFLCHYGNFYGIKNRLDIHSSMVSHAFLLDNKGWVRWRCHGYPTGQEIHWPEARSKLKKMPRHKGRNRKGAHGRQ
RRRRSERQAIKEGDPEYKSLTEQLRVQGLKLKDVPGDGNCLFRSLCDQLSLVESERGRVLGGYSHTRLRQELVQYMREHP
DQFEPFMEVDDDNITFEEYLEDLSKDGTFCGNDIIVAASKHFNCSIMIHQPNAPRFEVHPPSLETSSLVLQIAYLYGEHY
CSVHKLEGGEKGGASYYKGTKKNRVASGGAASISKELVSKSEIDCSKTEQALSTSGEQTGPTLSLQETIGIQGIRQTSET
GFEDELELVLASTGCQDRQLAEKVLSDNCYDAHLATIELLQLMELTDQTVSTPSLGGVSYRTGEAAYEHTVDVTVSPSIE
SVYTTTEGMGTDDGRRHLSNKERKELAKKERKERRLEEKRKGSSDKEKESKGGTKDPLGSLTI                 
>Aque_XP_003389984                                                              
MYDHVKDILDGICLEARKEMQDMDQEKLGSWQRAVTCGDAVWLTRGSFSRNCTYTVRNYLTGALLYYCHICQKGSDNLCQ
DDIYEGTSKAAEGFGANEVFKLMVKDQMNVECHIQDGDSTSENVVLKHFPLCRVLRCGNHVAKNHAIKLDKLRKLKEMTT
NDGVRVECYCKGKKHAKHCGCLTEKFIRKAKASFQMCLTNAGTDPNAFSQKLMNLALHHFQDEHQWDGGQCDFHPLVVCS
CGSCTDKYNLKCQGKPYKSDQVLKCPFHTLAYKLECQEKAGLADVLIHPEIGKVTTNPVEASHNVLVRYRSKNWNLARLH
YHVSTNIGLIQGCMTYLFTKRGPQYHWILDILERMCLPVVQNLPSILEKLNADRFFDIKSKKTNVAKARRKLYKRKRKVF
EHQRRQLFVKESAMNHDYGRDASTEEVIADATTDKCKCGSTDHRRTSHKSCPLRRTCDTATGIDTSCDINASKSDDNVSE
YDDDSYDFECSLSDKTVVESCACPNFPCHKWDCPDNVRNRKRAMDSSLTPGALWTPPLKKMGLNSPKVPSPLVLSKIKDQ
STPALGSVIVPCNASTAKKVGCATVSTPSFILGKTLEMSVSKCCSPSNTLVLPQIPRQSTPVVHISHTASTVHKVGSHST
CTPTSVDNMPEVHVSLSKCPSPLMTPGPSKLNKQSSHLAVAKTVGSPSVHTPILLQNKKWDSSVPLTSVPSKSTPTCNYK
MREVQVSLSKCPSPSMTPSPLKSKEQSFHLTVAEEVGSPSVCTPSLFENKKLELSVPRCLLTPFPIKMKDHRKTGVDSVT
VPHNDFVGQKVETKSFHSLESDCLIDEEKTKGASKVLHEMLPPPSTNRDWVQKAVAIISKLSGIAVVQRVDAVKQVPCRE
IAPHIRDEIVGDGACFYRTISKAITGTEDNHFAVRMSLINFMLDPANVLAFGRLVRAGIYYDIDALKAVRSHINRHKLYL
ETSWSTEYEVFAAATMFQVKIMVFSEYSNYRDWHTYVPRFTNETCMTPMKVMLYLYHINCNHYDLVIPVLD         
>Aque_XP_003389263                                                              
MNLESKDSQEKHPQIHTEEPVPSEEEDNVLGATEDEKPTPGEPDCTFTLDTPCKSNLHIDASSNCMVVTETTQLVKFVEQ
YSICQETNCQGKLKVNSIELAGLGGAASLSFGCTNCGSCNVKFETSSQRENGDAAVSKILQVATICSRASYAIYKKMFHH
ILAMHTVSDNGICLEARKEMQDMDQEKLGSWQRAVTCGDAVWLTRGSFSRNCTYTVRNYLTGALLYYCHICQKGSDNLCQ



DDIYEGTSKAAEGFGANEVFKLMVKDQMNVECHIQDGDSTSENVVLKHFPLCRVLRCGNHVAKNHAIKLDKLRKLKEMTT
NDGVRVECYCKGKKHAKHCGCLTEKFIRKAKASFQMCLTNAGTDPNAFSEKLMNLALHHFQDEHQWDGGQSDFHPLVVCS
CGSCTDKYNLKCQGKPYKSDQVLKCPFHTLAYKLECQEKAGLADVLIHPEIGKVTTNPVEASHNVLVRYRSKNWNLARLH
YHVSTNIGLIQGCMTYLITKRGPQYHWILDILERMCLPVVQNLPSILEKLNADRFFDIKSKKTNVAKARRKLYKRKRKVF
EHQRRQLFVKESAMNHNYGRDASTEEVIADASIDKCKCGSTDHRRTSHKSCPLRRTCDTATGIDTSCDINASKSDDNVSE
YDDDCYDFECSLSDKTVVESCACPNFPCHKWDCPDNVRYRKRAMDSSLTPGALWTPPLKKMGLNSPKVPSPLVLSKIKDQ
STPALGSVIVPCNASTAEKVGSATVSTPSFILGKTLEMSVSKCCSPSNTLVLPQILRQSTPVVHISHTVSTVHKVGFHST
CTPTSVDNMPEVHVSLSKCPSPSMTPGPSKLNKQSSHLAVAETVGSPSVHTPILLQNKKWDSSVPLTSVPSKSTPTSIHK
MREVQVSLSKCPSPSMTPSPSKLKEQSFHLAVAEEVGSPSVCTPSLFENKKLELFVPRCLLTPFPFKMKDHRTTGVDSVT
VPHNDFVGRKVETKSFHSLESDCLIDEEKTKGALKVLHEMLPPPSTNRDWVQKAVAIISKLSGIAVVQCVDAVKQVPCRE
IAPHIRDEIVGDGACFYRTISKAITGTEDNHFAVRMSLINFMLDPANVLAFGRLVRSGIYYDIDALKAVRSHINRHKLYL
ETSWSTEYEVFAAATMFQVKIMVFSEYSNYRDWHTYVPRFTNETCVTLMKVMLYLYHINCNHYDLVIPVLD         
>Aque_XP_003388664                                                              
MAEGIDTSEGVSSGIGQSDASGDIGENESEEDIHARHKREMKELKGRIQALKKSVSKGDKKRKKEITTEIAQLEAEIQSR
HETELTQHTSSAAGSNSITNDGSNEEMSVASVISSTGDMKLREGEGEVQRKSKSQKKKERKQRQEQERERRIAEGEVEET
NTSRYQERQKLLSLLEPQGLTIKDIQPDGNCLYSAVSDQLELLHGKKISVERLREECGSHIEANADLFMSFITNPDTGDA
CTPEYFHSYCTEIKETAAWGGEAELVALSQIYKLPIVIYQSEAPALFIGDGDKSEKTESLKLSYHSHEFSLGKHYNSVIP
KT                                                                              
>Aque_XP_003388622                                                              
MYDHVKDILDGICLEARKEMQDMDQEKLESWQKAVTCGDAVWLTRGSFSRNCTYTVRNYLTGALLYYCHICQKGSDNLCQ
DDIYKGTSKAAEGFGANEVFKLMVKDQMNVECHIQDGDSTSENVVLKHFPLCRVLRCGNHVAKNHAIKLDKLRKLKEMTT
NDGVRVECYCKGKKHAKHCGCLTEKFIRKAKASFQMCLTNAGTDPNAFSEKLMNLALHHFQDEHQWDGGQCDFHLLVVCS
CGSCTDKYNLKCHGKPYKSDQVLKCPFHTLVYKLECQEKAGLADVLIHPEIGKVTTNPVEASHNVLVRYRSKNWNLAHLH
YHVYTNIGLIQGCMTYLFTKRGPQYHWILDILKQMCLPVVHNLPSILEKLNADRFFDIESKKTNVAKARRKLYKRKRKVF
EHQRRQLFVKESAMNHDYGRDASTEEVIADASTDKCKCGSTDHRRTSHKSCPLRRTCDTATGIDTSCDINASKSDDNVSE
YDDDCYDFECSLSDKTVVESCACPNFPCHKWDCPDNVRNRKRAMDSSLTPGALWTPPLKKMGLNSPNVPSPLVLSKIKDQ
STPALGSVIVPCNASTAEKVGSATVSTPSFILGKTLEMSVSKCCSPSNTLVLPQIPQQSTPVVHISHTVSTVNKVGSHST
CTPTSVDNMPEVHVSLSKCPSPSMTPGPSKLKKQSSHLAVAKIVGSPSVHTPILLQNKKWDSSVPLTSVPSKSTPTSIHK
MREVQVSLSKCPSPSMTPSQSKLTEQSFHLAVAEEVGFPVCTPSLLQNKKLELSVPRCLLTPFPFKIKDHRTTGVDSVTV
QNNDFVGQKVETKSFHSLESDCLIDEEKTKGASKVLHEMLPPPSTNRDWVQKAVAIISKLSGIAVVQRVDAVKQVPCREI
APHILDEIVGDGACFYRTISKAITGTEDHHFAVRMSLINFMLDPANVLAFGRLVHAGIYYNIDALKAVRSHINRHKLYLE
TSWSTEYEVFAAATMFQVKIMVFSEYSNYSDWHTYVPRFTNETCMTPMKVMLYLYHINCNHYDLVIPVLD          
>Aque_XP_003387842                                                              
MSSFNFRWFYGRSILSYKSLVVRLQCKTGRFILSNIKSSTTLKDLQAAIKDKTDVPPEQQKILHSYPPKEIESYDSKLTM
ADIGIKDGDTVTLQELQQPRGHRPKKQRQPVAQLEADKDVLITGESKVISNDTPSGPQSSSSSSSVSIAIGELKRKVVPA
DNSCLFASVNILVNGNTPSYELREIVSSVIASQPHKYTDAMLGRPRDEYVQWILKDVSWGGGIELLIFSNFYEIELVVVD
IQTLRLDRFGKGYSSKGFLIYDGIHYDPLVLLSPNGTILQRLFSQSNESITESALAIARDCNQARQFTDLSNFSLRCLVC
NELLKGSSDAQEHATKTGHTNFSEV                                                       
>Aque_XP_003387214                                                              
MEGREGLLSQFVEKTNADPSFAQDLLEATGWDLEAAVSAFNGLSVTSEPQNYQFEEPVCLLTNTRHGFIVSYDNVISRWR
EINVIFENFTLSEYDEIQMEEVTSGGGNASSSDSSNLTSPEKKQVKKRSTKKKKPTKGLASVADDVGSMFLNVAVSEAKL
RVGAEHKEQVFNEQFFKHSFLHPDFSSEPEDLQKFIDTDIREMSHKHTLEKSGRLNWWASTGKLPTLEPLATSGDGNCLL
HAASLYMWGLPDQDLILRTHLHRMLTDSIQKEGIHRRWKYLTDSRNQEAGGLTFSDEEWDFEWHEILRICTNQTRRRPTT
DSLRRYSTLRPHYESLEEVHVFGLSHVLRRPIIIVADEYLRDMNGEPLAPIYFGGIYLPLEWSPSSCFKSPLVLAYDSSH
FSPLVAKKDLEIAQKQKKNSRLRHMQSKQDTVMPLVDPNGSLLPILFAYDPKKPSDYPQKWSNTKCPAGEFPDRIVALLE
SYMDIRWIQLHIGAKFGSHNEYPDKDSVTIPVKVPKVRFPASVVSTIGEPEYQAVLVSKYLDDVRKRFEEDKIKQEKIAA
NRARQEEEMRRIEASRPVPCEGKGCTLYGTPATDNLCSQCYSLSKKNESQGAYERSVSVPAGQSSQSLSKEPTPPPLTHS
TRPPELITRQNLTTNDNNSPKQSSPAQRHRSPPSTPPPPPPPQSASSQPQPVSPTAQLFKPVPSSPKTDHPPPNVRPNVS
YSSPTRKVESKSPSHSSRGGYSRDHIKPITLDEGGGSPYVPGSDRSRCKTIGCEFFGRPETNGFCSGCYNPGKETLV   
>Aque_XP_003386189                                                              
MSGYDNLSLTQAISTLMGSINTATAAVSGSLKQRVKYSTATCLDPQCGTVLYFPSHEASVECTGCGQRHTTSLLKDVHEL
TEKEEKSERFARSFTEMKSLFGGKKTAELVKVNGISNYQCKLLSHLLTTHGKDRNDRPCLLKDLGLGEVFDCSKLGSRAF
AIEESMLDIKGYGEDKSGSLRYLKKTLDELSTFNGGRKCLVPIHADGDGHCLVHAISRCLVGRELFWHALRTNMQSHLKS
HHDWYVSKLKGFSYDEDWAEIISEADPDYEPPPGVSIGLRNVHIFALANVLRRPIIVLDGNTGIASDSEYSCIFLPSFYK
REECLSPGSTLLNSPITIAWSNSGYNHFVPLVPIKDKPLPRLPSHFRPNVWCEPEETLLQYVSLEDDGSIVLARGKPLQE
AYIQKLVSCMDQLFLERYSVSPSLVADFNEHVYRKAGYVGVSLKTVTMETKLSSEEKRLFRCLMCSAIANIPRELLRPDG
ALYETTCSEFSLEDGEKYSFPIYRITAEYSAAINALIPIDVDCFQCGQTARRLLGDGTILFENGDRTGNRADPLYSRCCG
FKHYWNGKEYDNMPQPIKISLTWKGVTKTVIVYWFQYEKDPSLNSNIYEVAYQTVAEHFPGEFGSEQLVQQVVDMIVFAT
EKKEKEGGASSTDAMETEHEYNDLSIEDESPKITKTIVTGMMNRHTKVLHKEELGVSETERKMKRKVDAKLQQLMTTTAA
AAAAGNNPDSAKQGGRKTNPSPSANELSSITPPQKISPTSKPPTQLIKDKRIRVTSSEGKNSNITLKMEDTFHDFQIMIE
KELGIPLSQQKLRWGFPPKELLAPEDPRAPLPLSHGERVSVERVGGAKGGASDIPQYPSIQPPEREKKGDIKHESSSALV
KDIDSFGLIECYPYLFRKGGHCYEELMRANGGNIKDHSHAQFAEIPSVTFRYNASSESLEVCLGDDHVPAGPLSMKQKRL



ALLASAKEAEQTQEHVGGVTDPKWLVNRSSSSGVKAFTGTGRTLGGERELRRKEDTPTAKKELRDEIRDLSSI       
>Aque_XP_003383951                                                              
MALNTKWDCPLCTYLNWSSTAKCVLCGCSRPTSGTIVPPKSTIAKFKQTTQASLSIKQSPTRSPTCIKAPTSGAGAAPET
RRRSQWSCSECTYLNWSNSSVCTICVTPRNKTATPSSQPAPPTSSHRNVSQSSSIFDYAGTSEATPSLEPIKPSKTSKHN
KKLSPQYEKKLASSSVSSSKKWTCPICTYENWPRSSKCVMCKTVPSPTLLPAGAVGDREFDDLNDHVQVPTAISPYSTME
KHQSTIERHSYETLLPSSSSSSEDELIRQIRNKFTTLDWSFLEACRGVLSRDIMAVKAYLKQGGDRGRQLTSDEVLVLNE
PSKFTVGSTLVHLAVRFHQSDILSYLLTPAPVEARKRLPSQANPDLATEIRELVSQSLVSWYNPGGEWTCHYINQLTTFL
LPSDISDFNVSVTQKIFEEIVDLDVQKELQEEGPVINWSNEITNNLQSRLYPLWNRTAGDCLLDSALQATWGVVDRDNHL
RKALSDSLKNGSSKFFEYWKESELSHAHAQQFNIEEEQLKSDWSVILSSADRQGKPLEQIHIFVLSHILRRPIIVYGVKM
VKNYRGEQLGLANFEGVYLPLLWDSTFCWRVPIALGYTRGHFSALVGMRSSCDNHVTYLPLVDCDLKPLPVMFVSQHEVS
GSYEDLVRDYCDCHVTLGGILTAKQSFSSLEQEPIQLTSLVADWLDKFVKLNKKHDSPL                     
>Aque_XP_003382963                                                              
MYDHVKDILDGICLEARKEMQDMDQEILGSWQRAVTCGDAVWLTRGSFSRNCTYTVRNYLTGALLYYCHICQKGSDNLCQ
DDIYEGTSKAAEGFGANEVFKLMVKDQMNVECHIQDGDSTSENVVLKHFPLCRVLRCGNHVAKNHAIKLDKLRKLKEMTT
NDGVRVECYCKGKKHAKHCGCLTEKFIRKAKASFQMCLTNAGTDPNAFSEKLMNLALHHFQDEHQWDGGQCDFHPLVVCS
CGSCTDKYNLKCHGKPYKSDQVLKCPFHTLAYKLECQEKAGLADVLIHPEIGKVTTNPVEASHNVLVRYRSKNWNLARLH
YHVSTNIGLIQCCMTYLFTKRGPQYHWILDILKRMCLPVVQNLPSILEKLNADRFFDIESKKTNVAKARRKLYKRKRKVF
EHQRRQLFVKESAMNHDYGRDASTEEVIADASTDKCKCGSTDHRRTSHKSCPLRRTCDTATGIDTSCDINASKSDDNVSE
YDDDCYDFECSLSDKTVVELCACPNFPCHKWDCPDNVRNRKRAMDSSLTPGALWTPPLKKMGLNSLKVPSPLVLSKIKDQ
STPAHGSVIVPCNASTAEKVGSATVSTPSFIVGKTLEMSVSKCCSPSNTLVLPQIPRQSTPVVHISHTVSTVHKVGSHST
CTPTSVDNMPEVHVSLSKCPSPSMTPGPSKLNKQSSHLAVAKTVGSPSVHTPILLQNKKWDSSVPLTSVPSKSTPTSIHK
MQEVQVSLSKCPSPSMTPSPSKLKEQSFHLAVAEEVGSPSICTPSLFQNKKLELSVPRCLLTPFPIKMKDHRTTGVDSVT
VPHNDFMGQKVETKSFHSLESDCLIDEEKTKGASKVLHEMLPPPSTNRDWVQKAVAIISKLSGIAVVQRVDAVKQVPCRE
IAPHIRDEIVGDGACFYRTISKAITGTEDNHFAVRMSLINFMLDPANVLAFGRLVRAGIYYDIDALKAVRSHINRHKLYL
ETSWSTEYEVFAAATMFQVKIMVFSEYSNYRDWHTYVPRFTNETCMTPMKVMLYLYHINCNHYDLVIPVLD         
>Mbre_XP_001748708                                                              
MATTQTAAAGGRPFRLRVRWDGGQARLDEKEIGAQTPLHELLAHLATITGIPAQEQALRSGYPPTLLNLSNPSQPLEALG
LRPGDTLTVASTTPAPVQTDSHPPAPDSTPAPSRSTVPADAVGGDPNGECILRRVVPADNSCLFRSIAYLVSPEAAGQPA
AQVSNAIVQPLRQTVASRIRAEPERWTEATLGRSPDDYCKWITSLDAWGGGIEIALLAEALNVQIGAVDIQTGRVDMYAQ
DRPNDSAILLLYDGIHYDPLVLSPIGATAPEDFCLRRIDIADVDRVARLAQQLSAALRERHQFTDVGSFTLRCLVCRTKL
RGQSEAQAHAKQTGHTNFGEVD                                                          
>Mbre_XP_001748591                                                              
MGKGKHHHPKHAHKHKHHHMPHLPHLHHHHGDKHGKVGRLGAHHMDRHKWQGGEEERQLREQVGKLGLEVVDIEGDGNCM
FRALMHQYKGTQHAHGEARARVVQYLSEHRADYEAFVEDDTSFDDYLAEMGRDRVYGDQLALVAFVQAYQVDVFVHQVGK
PVWILRAAADNRPAARQMHIIYYDWEHYDALQHVSSGSHDKQDKGIFLGANDLHAGADSASEGRRAENTAPAKETSDPAP
AVDRGEGKGKGKGKGHGVHERPARVSKAYKKQLKKQQRADKAKAQAEASADAPEVQLDSSVGALML              
>Mbre_XP_001744365                                                              
MSPPPRRTNRRWLSCDSDEEDDEPGARTATVVRQRQRQELDTARVQAQRHQSLQRRAWEGQHLSGDYDHKENDTQLRSRG
RMGAAPRPSFEYDLQTQELSANNAVAANLSRRRPQDCPPATQRARLSHDPHEGLVGRAASTTHAAVAAASETGRRIQTDV
AFASALRAEYGWEIVPMVGDGACLFRAVETSSFTGLLRVSCIWNHQRRNRDHFQAFVTTDFDAYLEHKARPTTHGNHVEI
QAMSEIYNRRIEVYSYDTHPINIFQGSSHSEAPIRLSYHGQVHYNAINDPQHPSFGIGLGLPGLRTLVSTTQNAGSIC  
>Mbre_XP_001742388                                                              
MDVKCKPQSKHDSWTPVSQRITSTTIHPDMLMLRVQTPQGMKRIQVETSATIADLLSKVAQEVGVNESFQLVTEDQRSLL
PTYGLDATLLDTNLRKVDKLRLVLESAKQGANEQGAEAVAPTLDEVDRHLFKEKGQVPRSLDSHMCHHGPGGQCIHCAPL
EPFDPQVLQGRDPPIKFLSFHSFLRRLDSGADKGRLSKLEDLQCTLKPCKDHPPYPRGICSKCQPSAVTLQRQFETPDIL
NRFLEPYRKTGAQRVGYLYGRYAPYEQVPLGIQAVVAAIYEPPQVGTADGLELQDDEHQMLVEQMAAALGLQRVGWIFTD
LEAEDLAAGTVKHKRYVTHEPDDDTTVLTAPEILTAAMFQQSYPNPVPLRYNDTGFHGSKFVTVVVSGDDTNMISPKAYQ
VSTQAMALTRDDILRPTDRADMMAVKPRTDEVYVPDIFYVEKDKYGNQIKTPANPVFPVEYLFVDMEAGAGTGQGTFVNN
PSAPFPIEHREAIGEGQNMQALGRYFAAGGARDGNLLRDFHLLFFLATDSMCNELQDSLIPLAQAMATRDSAVVQQWADN
NPHWQTIKMLASESAQEPSQPCSMDELESRHRREKKELQSQVMALKKSVPKGDKKKKKEVDAQISKLEGDLNDRQQAEIA
DFLLGGGSDAPADGTTPVEASTSREADPTTVVQDANDDGGKKSKAQRRREKKEQEERERAKRIQDGEAAPGTTRAEMEDA
ALAELLRPLSLCVLPVRPDGNCMFRAVTHAADQEDPQVLREHMASLMRENKADFQPFLTNEEGNVLDDGVYMCTHMPLAA
VSLAGCLLECFLSPRQPILDEYASYCDAMAQPGKWGGHCELLALSRLLKRPIKVFQVPGQPQEIGDAKDGQSPILLRRWV
GELTFCILATSVLPGPVLIEIEMSSVFVSPLSNRIIVFIPTRLALGEKNGAI                            
>Sros_PTSG_01996                                                                
MGKKAKGKKAKGKKAKKEDNSAKQRQRADDGYDDGNDRWGGQQHRREGRRQGHKHKNKGGKHAREQRRDWGELEEDKKLA
HQLHGQGFVLREVVGDGNCMFRAISDQLYNTEKHHRDIRRDVTDYMLRSKEYFAPFVADDQTFESYIDTLRKPGEFGGND
CLVAYSRLSDTDIAVHQHDQPVWVIRANEDGKAAKKQIHLAYHSYEHYSSVRSPSSGDVAQIHIKQTGASFSSSNAASKE
PAPEALSNKKKEKEREKKKKKKSQPQERGTGGDDGGGDEVKAGNKMEINTAANTKSDENSQHHTPPKHSSYSNNKGTNSS
SGSSTKRHGAEVTASTTATTTTAPPSAGVALTAKSKRERRQEKKQMKALARAQQRKREMMGQHHNGANSGDGDGVGDGVV
RQLTALAI*                                                                       
>Sros_PTSG_06825                                                                



MDELKAKHRKELRELQGKITGMKKSVPKGDKKRKKEVMAEIALLEAATEKRHDDEIRALEEELAKQTISEAGDEAKPEED
AKAQEEEQQQQQQPRKTRAQKRREKKAREERERERRIKEAAPAPGTTSKEIEEAALNDALSKLNLSIQRVPADGNCLFKS
IEVQLPEAKAKDARALREIAADHMRTHRDDYLPFMTNDKGDMMSPEEFEAYCEKMATTSEWGGQIEIRALAEALNCCIEV
FQATAPTQVIGAADAADKVRLSYHRHQFGLGEHYNAVVSSSSSS*                                   
>Sros_PTSG_07582                                                                
MDGWKDASEWVGIAAVLVVPYGFCADYGKSINAVDEYLEAQGRRRKDVAGDGACLFRCFSFALFHTEHLHMRMRRVALDH
MRQHRHDFEPFMEKAWDQYMLEMSGPKVWGTQLELQALAAACNLAVVIFAAQPTPHVSHAGSATGVIELCYWNNNHYDIV
YPISFFDTAETIYSVMRDIVQRVTGLPPSAPRPFYRAEPNLAVPGGHKLAVGSACAVRLKESASRLTRATITRINAAHAT
VQLENGDEHDVNLHDLVRIEKDLAAGVRVYKKKNKSNGAMGKKGNSNTNNHDEDDDDDDDDLARKYSAAPSPSHRARVAA
AAEQPCEASGGGGGDGGRRTVIGGHGEDGRNNIDSGGDVGDGNDGEALVGKEKKQKVGKKKKKKKQKQVLLKL*      
>Sros_PTSG_08139                                                                
MDSNNTNMAAASIPSGIEEFLVALQHQQGTGSVQESAMHTTMRHRLRDLGREEIKTKADGNCLFHAIAFAIPNMDAAEVR
RRVVKWLRDNRDYSAGEAGATTLESFVAFDDPTGPSNWDEYCTMMEQPATWGDHLTLIAAANVFERPISVVSSLPDGHQF
VIRPLDPAPNQPSIVVGHYAETHYVATVVASGRSCNYDDDEDDDDDDDDDDDDDDGSVAGSCTQTPTQTPTQKKRRSTSA
SSTSASQQPKGPLSAKEVISSVEAHFSRAEDIASDLEKQIPETPEDLVRPLRDSKDKFDDLISTPIHIAFVGPTGGSKSR
RVNQECYPQGHGQLPWHSGLAQEHQSLGVQRLRRDEAFKVQLARLPIAVIRRQLESLQRAQQELLATRADDAAIITRIER
IKTWITTINDTNGAAVPETLDVQDALFRFVIPPGGVDKEHFVARLLAELGPKATEEEQVCFVNRLSRLYAQDALDTAIGA
MYALDVQAPWVELPPNVVVWDTPGWSNDYLFSPLIRHAMATAHVIAPTTSSREFVEMKRLFEEGAVADPHHHPVLWFSLL
PKGKDNSNSNYGDDYDGGNSSDGDKQLQQLVQDKKKAYADKLRELCMDPDVLPEVRDLGLRPQLFENLISGMLVWPRACP
ATTATTDCSSAWSDEEAAPANNLCDPVFFDQLQHNVVMPRLGAILFCSCVFLKRAACWADPDKEMVSMLTSTTPEALCKP
IVSDFRRLLRDKREKAWDVVTDVVKDRLFGILRHNLKQRFARQPHISKEDVRQWAVSEQTRDAVAQVIHSLFDGTLEDVA
DGWCQLLRASLKKKVVGKKDSDEIKKHKTKRAKEFANTFSTTLQAEKQRIQDGVQQKLYSVQERVAKALKNAAKNMKGSF
TATADASDEALDAFVEDKVAKIIRSVFGRRQVRTATFSQLWKEVVEEHINDQLQELLREEFQLAMDTAQRLQEEGVTEAH
RTFKKRVNAAIRGTNQLLAKLAPEDEKGVADTWPCFKRGAVDGQRRKTLPQAEDKEKAQKDQLGACDDLRELRVAFMDSR
DHAPCIRIDNIGVAEEDSSKDVSLVDATATAVVGATASNEVKRRVREFTKLYLDAQHRGVCTDPVITCSIPFHRRDCKSL
LKMLKREPKRDHTHHFLWVLVVMERDGEEAIKLFGDDPSVVVVEFMDSLWPQGQFTGSEVPIGSWVIDLMKLIGEWLLRR
FKLPYFARAMACLKTIKETCKLGRTQPCTLSRALIAIRHLLESEQEQQTIAKQQHIARNIKDIAKGMKKAGTISADEYVE
FLEFFSDVQPEMYRQVQASSKSSDKDKPTFGFKSRSAEGLIISALLDSSETPDAVKSQLQTCEQPRVCSVATSPQATIQH
SWYTLSSDTAHDNLSKNHRTNYKVREFSKLATSYRQRVLLLNNTACQQGVYASSHMAFISPLLVDSVQFFDSYKNAEARL
AKTLQYYLDVCSVVTDEFGYRYRFTQPSTAADLSMDTAEDAVIVRDNGDNDDDGDDDDLLDQKSSPSSAVSSPTHTTPKG
SCSDATPRTSTSSQRRPSREMHTAGRANGAPRNRAASQQDETDNGEPASKKANTKKMA*                     
>Sros_PTSG_10842                                                                
MTLRYRVCIGSQRPQVMQVAQDATFGELREEIARMAAADASDTHISFGFPPQEITDIADDTRLADTDLARGGNLKHQQQS
QQQSQQQPGQGPLLWRPHPLRVSVPADNSCLFRTLVFLLDCPPGGMAAIADDNIMTMRLMVASLVQSDPDRFTSAVLGKP
VDEYLAWITDSSHWGGYIELTAIARAFATTILAIDIQTLRVDEYSGGEDAQCCYVLYDGIHYDPLVIANTDDGNEEMMTK
LFARTDTETYEAMVAFARELHDLRQFTNVQDFALMCLDCQKGLRGQEEAREHSQLTGHINFCEVES*             
>Cowc_CAOG_00665                                                                
MTQPAPAAAPAAASAAGSIEAAATAASSTVPALTPQQLQQLRDAEMDEHLSTIGLRRRQILKDGNCLFRVVAEAVYLSQA
EHLRIRQECVAHVVANAEQFEPFLEQPLDHYAFQMRKSKEWGGHVELVAMAQRFKIDFQILQSPTLPAEFIRCASDSEAP
VCVRLCFCNGNHYDALYPIAMEETLAFCQQLVFELVDKAIDSKYASSESFAKYRNFELEAWTLAQSQLAVRDRELVAKLE
ARELKNSLFSSPQARSNGTNGTATGSPSSNKQPRNNRSNAASPQAGSSPTIVADADNFTQLSGYYQKNKPQETDDGSDSA
WQVSQSKHQRKHQAKQQRQIAISPQPARTATTVKPPTTSAAPALAASDQPAAAPSVSDAASFPSLSASHSTSSTRKNPAS
EQGQGTKAPLSYASLVTKSVQPASKPASEPQVASHPAAASPETETVVELSSQMQSALSFEASSPSDANVASVAAATLAAV
DSTGGLSLSASSNPNEVLSPQQASRPHDSKSASQMPLYFGDVLAHDSPVEQALPTNPPVSLDSSGDQQAPPAHPPSVAAE
SPAPLDEAPPASTTSVAPLDHAAQEFVPAALQGSEYSPLVDAPQFGMQSFVQSEGYFAQGQQSFVDNPYAYQSNGSTEHF
ARHHPAHHYAPIQQQFHPNQASQYSQFQQYHQPQQFPMGPRYPGYPPQSQMYFVPSPYNPYGGVRPGPVAQGYFPGGQMQ
PALLPYPPHSPQYQQPPMNFSSPQAPNGHGSPYNQQWTPHHPRRNKRDSHHRSGNTNSAKQSLQPL*             
>Cowc_CAOG_04551                                                                
MGKKQQQQQQTHGAKKKGGRHDAAAAAEPSSSGSGSSSSSSSSKTQDRALRNQLRKDRPPHVVNAEFTEQLKLLGMRLKD
VPGDGNCLFRSFADQMAGDESHHVMMRQEVVAYMKAHREDFEPFMEDDVKFDHYIVELAKLGTFAGNDTIVAFARLNRIN
IAIHQLNSPRFEVVTNEDPSARWINLAYHNHEHYSSVRGINETNVGPSTAVAIINFQAVQTAEAAAEAASQAAAAKDKQR
GGLGIVMSAIEREIYQATECDDVELIRSLLEVHRNNTNVVVDKIWAMKHDQQEEEDALNAALAASSISEPAGASSSTFLP
KSEVIAADRASPAGPIPTGDSDADAEDAESVANAVALIQAYEEEAESAQAFASATSSSSSSSSSSAASASPSSSSSSSSS
SSSASATAVASSSHRNSKPSAKQRKAEAKRDRKKRGELEKQKEHQGQTATATAASSSLPVARGLTSLKI*          
>Cowc_CAOG_07247                                                                
MPALTLRCQWKGGSHVLTTAEATTTLTELRGLLVSLCSIHPDNQKILSGYPPKELVDPSGGGASTLAELGIKSGETLRIE
PSNAAPASASQPQPTPQQNAKTGQALSGLSGLPGSSAKAGLEAQSRARKLVRRVVPADNSCLFNSIWYAMIDRQLQPVQG
ANELRQAVAEAVRADPITFDEATLGMARDKYIAWILDREHWGGGIEISILCKHFATEMDVVDTQTLRIDRFGEADGYSNR
IFLIFDGIHYDILAEPCGPSESPDRDITVFPVSDQGAEQRALAVAKEANQKRQFTNLAGFTIRCLACQTPLVGQREAQAH
AMSTGHTNFGEV*                                                                   
>Cowc_CAOG_07705                                                                
MSDHDDEAASGSDSELQSPLEEVRAKHRKEIKAMQSQVQALKKSVPKGDNKRKKDVQKQIEELEAETAQRHATELKAAEA



EEAKAAAAAAAATANKPNGAGSGGSELAAATSEEAEAHDAADDSSSNKTSKPTRAQKRRDNKATAHSERMQRAEAEYQAT
AARGPSARDVEANQLKQALQKADLAIKTITSDGHCLYNAVADQLRRNAVARAPTDFAALRKLTASFILAHQDDFLPFLVT
DSGDMYTETELKKYCNEIASTAAWGGQIEAQALSAGLQVPIHIYQAGSPVVTLGADFPGEPLRLSYHRHLYGLGEHYNSL
VPSSSPDADASSS*                                                                  
>Mvib_comp14354_c1_seq2_fr4                                                     
NKREWIEKQKKIPSGGENGGLERERREESDKERRK**P*LGGGLCVGYNWKELRQLTANHIRSHKEDFVPFLTDPNGDPL
DENGFSEYCDRIENTAEWGGHPEITAMSGVLDALIRVHRANAPTLDTGASAQPLLVQLAFHSHELSLGAHYNAVLPLD*R
HLLSQSLVCSDYYQE*RE*FHKKRK*                                                      
>Mvib_comp14421_c0_seq1_fr5                                                     
TDHFKLQFFSFVNERLVSRVDLLHTYI*DRLEFSMPAIVSFISFQD*REIKIS*RVRVRWTGGTATVTDLESEAPFQDLI
SRLAEIVNSPTATLQIKAGFPPRLVSGNDTDPISAVGIVNGDTLQIDIVPVASIESIESTESTESLSAPLPQIEGFIARR
IIASDNSCLFNAVGYVLEGHSRAKAAQLRKTVVEAIRQNPEQYSEVVLGKPVEDYCQWISEKDHWGGAIELSILARAYST
KIYAIDVQTLRVDRYGEDDASFDKYSLLLYDGIHYDALAMCLLEGGAEEFDVTVFACGDGEGPLQHARALATQLHKEHQF
TDTSSFSLRCLVCKQGLVGQTEAQKHARETGHQSYGEYIKE*SIDSYAKKKKKK                          
>Mvib_comp14421_c0_seq2_fr5                                                     
TDHFKLQFFSFVNERLVSRVDLLHTYI*DRLEFSMPAIRVRVRWTGGTATVTDLESEAPFQDLISRLAEIVNSPTATLQI
KAGFPPRLVSGNDTDPISAVGIVNGDTLQIDIVPVASIESIESTESTESLSAPLPQIEGFIARRIIASDNSCLFNAVGYV
LEGHSRAKAAQLRKTVVEAIRQNPEQYSEVVLGKPVEDYCQWISEKDHWGGAIELSILARAYSTKIYAIDVQTLRVDRYG
EDDASFDKYSLLLYDGIHYDALAMCLLEGGAEEFDVTVFACGDGEGPLQHARALATQLHKEHQFTDTSSFSLRCLVCKQG
LVGQTEAQKHARETGHQSYGEYIKE*SIDSYAKKKKKK                                          
>Mvib_comp12185_c0_seq1_fr6                                                     
LW*LFFYLERVWWCVCSVVAMAKGHKGKGKGKTTKSRGGGSNSAQNVHASQKKERREAKRAMRQRKHDEDSGDFHSLKQQ
VATLNLRIKSIAGDGNCLFRSLGDQLDGDVSRHSHHRAAVVAFIRAHREDFEPFIEDDVSFDRHMETLAKDGTFAGNDAI
VAFVRLHNIPVCIHQLNFPPWVVDAPTGDSPVMLHIAYSDGEHYSSIRRIDETGDGPSNIRVTSRQALGSERKKEEATVA
AAVAARRDELMTSGSGASATAAARDDDSDDAVCRAVMASSASETARQEAEALEMAMAVSASSRSDHIDEGGESTSDDAML
EAALAMSLGLDQVETSTTDSGAEKRGGEVEACVLKPKELREVRKSARREKELAKMRRKAARLEEQRQHAAATATTTTTTA
AALTRPSQAVPVQMPMTQEEQDAALAAVLAATAI*YIYYI*YISNQ*RVRLANHTRDNITGTSTNTPTTVAKAILREQSY
KNLM*TI*KIKIKYCFS                                                               
>Mvib_comp14354_c1_seq1_fr6                                                     
DSGASTATCTRTGDGGVDDDGAGAADEVGNEEGEKKSRAQKRREKKERERFEQQERIRLGIENAGPSKRDIERQALVERL
RPQGLRLETVDADGHCLYKAIACQLQGRYNWKELRQLTANHIRSHKEDFVPFLTDPNGDPLDENGFSEYCDRIENTAEWG
GHPEITAMSGVLDALIRVHRANAPTLDTGASAQPLLVQLAFHSHELSLGAHYNAVLPLD*RHLLSQSLVCSDYYQE*RE*
FHKKRK*                                                                         
>Sarc_SARC_06580                                                                
MVGVIDLPVDMSDLQEYKEDWYDILKDKDGSSKGEGKILIGVRVTDGRRKVTKDGGLPTEYMSMADDAQIIKRLTQQVDP
VSLFLAMPRVMIVMKRKAQKAREAVELRNSSDYIPKKVKNESSERKQLNDRLELLGLTLKESEGDGNCQFRSFSFQLYGT
QEHYKEIRKLICQWMRDHSESFSFYFNGDAEWQSYLKTMSRDREWGDELTLKAASDVLGANVHVVSSTLTNWYLTYTPDA
QPQEQRKQIFLAYLSPVHYNSIILNKDAAAYSTPNTSKENLKDA*                                   
>Sarc_SARC_09061                                                                
MVANTSAVNNPAPDHGKKEDEAFRLKLKPLGIQIQPIPADGDCLYAAIADQLERHSRTVNGEVPTAALIRALAANHMRNS
RDDFLPFCLNEDGDMVDSSGFDRYCQSVEHSKQWGGQLELRALAEALQTTVIVYQARSNEMPIEIPNSQEEPLLVSYHQH
SYTLGAHYNSLLQTT*                                                                
>Sarc_SARC_12751                                                                
MGSGTHTISDLSGTSTISDLMNSLATIADCDKSLLKVMYSYPPKKLSTVDDATLESIPITSGETFIVEQSQTEEEKNRTK
FTTDSNTGYRTVRNDNLMSADTSNSSGEIIRRVVPDDNSCLFSSIAKNLLRDSTQSGQLRSIVANAIVVDTTTYNEAMLG
QSVDDYVRWIQNPDSWGGAIDISILAEFFHTEIVVCDTQTLRMDRFGQEKNYASRILIIYDGVHYDALAITPYMGAPHDQ
DITVFESSDDGILKKALQLTTSEHKRGKFTDLAGFTIRCSDCQKGLKGQKDAQVHATSTGHTRFEEYR*           
>Cfra_g3388                                                                     
MSDIQDNCVTIYIKEAKELPPKEFNGLTDLFCEVYVRNKRKGKTSVQKNTPTTKWDSPCEFSFEFSEVEDLVRDSTEILI
KVFDEESDLFGVVWVPIDGGGLNQAYREQWYTIGKSEAGEGRIIMKRKAQMARDAVEVRHSSSDPIFSCSAGSLTKKHES
SEKKQLLDRLHMLGLKLVESEGDGNCQFRSFSYQLYGTQEHYKHVRKLIAGWMREHPNSFNFYFGNEKEFETYLVKMERD
RTWGDEMTLKAASDLFATRVHVISSTLENWYLTYTPDSEPDENNKQMFLAYVSPVHYNSVILDTTVNR            
>Cfra_g3879                                                                     
KLRAKTDSGSHTIEHLSGTSTVSELLQTLSALAGAEQDRIKVLCGYPPHQLTYESDKETLESIRVKSGECFIVNVEPMAE
QQSAINLLLLRDAKGSTELRNIVASTIMADPVKYNEAMLGQAVEDYVQWIQYQDSWGGAIDISILASYFQTEIVVCDTQT
LRLDRFGSDCDYKQRIMIIYDGVHYDALALTPWTGAPQEQDTTVFSTSDDGILKKCLELSTAAHKEGKFTDLAGFTLRCS
YCRKGLVGQKDAVSHAKETGHQKFEEYK                                                    
>Cfra_g4267                                                                     
MEVRHKQEKRELLSSTTQLKNSVPKKDKKKMKETNQLIARMQQDLAVRQKLELELAAEGVADNDLDNAVQQKLQEMSLKS
AEQSNGTMNDRGTTSANASTAASGQEDCSAPEGDKSKSKSQRRRERKEEEAKLNQIVAERNAVNNPAPDLAKNERFAFIR
RLTPLGITIHDIPADGDCLYAAIADQLKRQGRTLDGELPTASSLRKLAADHIRDNREDFLPYCLDDDGEMVSADQFDKYC
NKVERSKQWGGQLELRAIAEGLHTSIVVYQAETDELPIAIADSVEKALLVS                             



>Contig22401_Abeoforma_whisleri_fr3                                             
YRSEEEVRVRAEQEYKKKKMSDSFLRRCYCTIYLKQGRSLKQLFESDREIRKTKLYCTVQNKANENEESLKTEVLKKVTD
FAWEPAQEFSMEIFDIVDDETQAKKTTTFTIGVWNSHRIKKDFLIGNVTLNISTESNCYNEKWYTIFDDAGEDSGQLFIG
LKVYTPNTQLPQPFISAENDAEMCRRLNQEINPVNLFQALPRVTVIMKRKLKEAQDRLQSGVPPKRAPTKIGEMEQLRIR
LDGLGLKEAVSEGDGNCQFRSFSLQLYGNQENHDLIRKSVVEWMRDHSESFIFYFESEKEFSTYLRRMGKNREWGDELTL
KAISDMLATEVHVVSSTLDNWYLTYGVGSSSTGNSLSNPKKKIFLCYISPVHYNSLSL*KQSKT*I*SKIELHVFHSHIN
**S*RDAGNSKIFRKNHKEVR                                                           
>Contig22402_Abeoforma_whisleri_fr3                                             
NYWQLGETQAKKTTTFTIGVWNSHRIKKDFLIGNVTLNISTESNCYNEKWYTIFDDAGEDSGQLFIGLKVYTPNTQLPQP
FISAENDAEMCRRLNQEINPVNLFQALPRVTVIMKRKLKEAQDRLQSGVPPKRAPTKIGEMEQLRIRLDGLGLKEAVSEG
DGNCQFRSFSLQLYGNQENHDLIRKSVVEWMRDHSESFIFYFESEKEFSTYLRRMGKNREWGDELTLKAISDMLATEVHV
VSSTLDNWYLTYGVGSSSTGNSLSNPKKKIFLCYISPVHYNSLSL*KQSKT*I*SKIELHVFHSHIN**S*RDAGNSKIF
RKNHKEVR                                                                        
>Contig68971_Abeoforma_whisleri_fr3                                             
RTLTL*SLFDFNIFSNMGRKGGHNHQKAHRQKQQQSQRQKNRDSDNGSNSQGNKKWQQKNNRGQAAFTDTAVFGPQLKQM
GLKLRPIVGDGNCLFRALSHQESGVEGSHLRIRNDVVNYMRTNREDFEYFVDGDFDTYLRELNTNGVFGGNDSIVAYSRL
NNANVVIHQENQKMWEISPMVGSGTRTYHLAYHQYEHYSSVIPADDRMVLNASSNGSSSRPKNTIVTEQESRIMQYTSVE
DLDIIRDVLVSCDYDEDTAVDLLCQYNFENEVQKDYIQDTPELKAEEPKKQGLNNAAEEIRKKRQRQRQAKAQAAKAKAV
VPPEMSNTTTFPSITPIETSTSTSTSSSTTTTITT                                             
>Contig18384_Abeoforma_whisleri_fr5                                             
KSKAQRRKEKKEKEEEEMRKQIEDECKGLVNYKEIEEKALRPQLLEIKKRVYEIPADGNCLYSSVAHQLRTLNLQPLGKP
ETVTSLRQLTANEIKENKTEYMPFMSTADGDMLTDAGFEVYCNKVASTSEWGGQLEIRALAHGLRTRIQVYQANSPPVIT
GDFDDKIYLAYFRRAYGLGEHYNSLIPTDI*AVAFVLIFIYNKD                                    
>Contig33207_Abeoforma_whisleri_fr5                                             
*L*CLSLPQQSFLFPLLLILFPNS*NLRTIVMEVTFVRRNMLKDNSCLFSSVAYLMKGPGRNSLNECARLRKQCCGIYDS
NPVKFNSIVLGMEVSEYKTWICNPNNWGGEMELVALCEVFQVEIVVASLLNYSLLHYIPENKDEKKLNRIYILYTGQHYD
AIVGGASEEISNEEEIRQFVLEDHVTDSFKELDSMVVKGVQKMKIEDDKTKNQRKVKKIKCLGCGGILDSSSQFQSHCES
VEHDDDFAYDCEEVEVILEDDESLSEYTQNDLESDSSYIFYNTPSNVLATAYVVAPFSVTFENKVSDTFTSLGEYITSYR
DMSDLNTNDGTKITKEEFCFMGMKSIVNADDHVKDFLKSTKDKQLILIDTNTWFGVGTFENVIRGQNNIGKLWTKVRSEI
*IQYVIRGQNHIGKLWTKVRSEI*IQFTSHNSSQLFTIVTLMTRRKKHDNLIELFEKEKRKWTSSSSLSCACQSFKTVSL
EENV*KRYFKITCPKYIYI                                                             
>Contig33208_Abeoforma_whisleri_fr5                                             
*L*CLSLPQQSFLFPLLLILFPNS*NLRTIVMEVTFVRRNMLKDNSCLFSSVAYLMKGPGRNSLNECARLRKQCCGIYDS
NPVKFNSIVLGMEVSEYKTWICNPNNWGGEMELVALCEVFQVEIVVASLLNYSLLHYIPENKDEKKLNRIYILYTGQHYD
AIVGGASEEISNEEEIRQFVLEDHVTDSFKELDSMVVKGVQKMKIEDDKTKNQRKVKKIKCLGCGGILDSSSQFQSHCES
VEHDDDFAYDCEEVEVILEDDESLSEYTQNDLESDSSYIFYNTPSNVLATAYVVAPFSVTFENKVSDTFTSLGEYITSYR
DMSDLNTNDGTKITKEEFCFMGMKSIVNADDHVKDFLKSTKDKQLILIDTNTWFGVGTFENVIRGQNNIGKLWTKVRSEI
*IQFTSHNSSQLFTIVTLMTRRKKHDNLIELFEKEKRKWTSSSSLSCACQSFKTVSLEENV*KRYFKITCPKYIYI    
>Contig2488_Abeoforma_whisleri_fr6                                              
ERFTMSMWSTFSTIGLGIPREEGLNQKGEEMFFQKDDDDIVTFKPIEVKSDGDCLFHSVGLSPPIMKENQTISDWAQTQG
LANEPFHIKLRKYICQESIITQPGMEDLCQMTTGKDLLTHLKEMREVGVWGTDFELYLLVHYFRFNIVCFSNTSDFGMLA
KDVHFELIDGYTCLPLYGSKKRTDIIFLYHHSIGEPMTPRPMESLNHYCYLHKRKLNNDGNNASPYCGIKRQGIKQTVEV
DDEGFVVPKPEQLGTKSHKYKRTYDESELEESIVHQEAKVKRDCRFRREVSKMMYGFGDVKDPLPESVEIVEDAVMEMVK
DLTLRSMKIAYGKKAGRFSTNDLMNLIKRDIKKTGRAKELLFMDKEIKNARKLFKETES*KNIEYISNTKYTKP*ENLKN
NDLK**ALPLLGLV*SQ                                                               
>Contig33028_Abeoforma_whisleri_fr6                                             
GRTRTIFKSLTPVWEPASEFSFEILDKEKDATEIKIEVWDKDRVVDDFIGNVFLTIPHIASNYTESWVDIKKQSKKAKEE
KFRGQLLMGFVVSMPLTIPCNFISNKNDAEICQNLKQEIDPMHLFLAMPKVTILMKRKARAAKERLSKLQPVKTTENKMP
SSESDQLNIRLVGLGLEQLVSVGDGNCQFRSFSQQLYGTQDYYDLIRKAVVNWMRTHPESFNFYFETEAGYESYLQKMDQ
DREWGDEMTLKAMSDMLSTEVHVVSSTMENWYLTYGNNDESEESSQKKKIFLAYVSPVHYNSLSLLKKE*F*KDWKLIKI
TIIIKKGNRD                                                                      
>Contig33423_Abeoforma_whisleri_fr6                                             
SKLINKVYNIFSV*NSISTYLIRINDMFANYGSYRAKPQKLSASFKPNTRPHSTSSLPVKSSLSPTNSFNNKTLCTCITK
ALPKFADDSKDFEMQLSIDCRKSKVKITCLFKAIILFRRSLKKIRSKNIDLIEFESIRLADVSPLKKITSSLRSVIQVSS
QSKPSESGVSTSSTHIEESDIFSSESSSAEEDVNSQNSQNDLNSLSSTPLSTSSDSDTSNNNVNSYNNTEKSNSSENSQI
DILTQHLARLQLRLRSLKLDQLKMPDDGNCLFYAVSHQLFGNMKYHRVVRQTVVRYMQHHPENFAILFDDALAYKRYLNF
MYRNGTWADELVILGVAQCFGTNVHIITSEQEHFSLKYVPDNKTFHPVPTTKQIFLAYISPVHYNSIIPLDYVVPEDAYA
CVDRKEDRNMGTHTIVRGSQTKIARPQIMD*IHE***YCSNTNTNNVNNDESNNNDIFDTERR*KIN*CQWIFSVLFATA
>Contig19692_Pirum_gemmata_fr1                                                  
FQIN*LFYIFFIIDN*LIKNMTDFFQRRYIRKDNGCLFSAILYLVKGPAKNSFDALQSNSALRKKCSEFYAKDPERFNSV
MIGMDHEQYLGWICNPNNWGGETEIVALSEIYEVDISVVSMPSMQVLTYFSPSVENKNRIYILYTGQHYDVLVGGKFTDL
DNVDEEPINLPIAKEKRTFKVNKENNTNENDENEKDLEKIALIAAQKEKIKDEIERTQRKVMKIKCGGCGSVVDDSLAFQ



KHCEEVEHDDEFCYDCEEVEVILDENEKLESEKKWDLESENSFCFYNTPTNQLGTHYKANINLKDDNNQKGFLSLDDYMS
NFNNNTTNVSKEENKQEYVIRGMKNLIENHIEIKDFLISTKEKTLILLDSDGWCGCSYTIQNTLQGQNNIGQCWMKVRAE
L*S*ESKQTT                                                                      
>Contig38506_Pirum_gemmata_fr1                                                  
THTHTHTPLYT*RS*QYFLFITLVAQVYFYL*LSFSLINFFLNKIFSFFSILSLALSHVTINN*KLKKKKMGRQGKRHNV
KEKHQAKQHNKKLERQKKSEIRKNQITDYTIFGPQLQKIGLKIYPIVGDGNCLFRALSHQLNGDEDDFNCIRQDIVTYIR
EHREYFELFV                                                                      
>Contig66548_Pirum_gemmata_fr2                                                  
NNNNNNHIKYQQKQNDLLDKQEQELNAFEAAELKEMEDMMQELNTNQLNDNKDTNPKLNKNSEEKPNIITQEPTQTKKSK
AQRRREKKEEDERLLKLQIEDECKGLVNYKELEEKAIKPQLDKLNMAVFEVPADGNCLYRAVVHQLKINEYFPRGIPETV
ATLRQITADTIRNQKNDYIPFMHTETGDMMNDEQFEMYCNKVANSSDWGGQIEIRAMSQGLNVQINVIQANAPVVVVGDS
SESTLYIAYFRKAYGLGEHYNSLCPL*IF**IHRG*RCYNNNK***KIDRSRALSKVRVIFFRSIKGSV*SMNKRAMR  
>Contig66547_Pirum_gemmata_fr3                                                  
NNKQQTTIEIRIIMDEILARHKNEQKELQNEIMGLKKTISKGEKKKKKEVDAIIKQKQNDLLDKQEQELNAFEAAELKEM
EDMMQELNTNQLNDNKDTNPKLNKNSEEKPNIITQEPTQTKKSKAQRRREKKEEDERLLKLQIEDECKGLVNYKELEEKA
IKPQLDKLNMAVFEVPADGNCLYRAVVHQLKINEYFPRGIPETVATLRQITADTIRNQKNDYIPFMHTETGDMMNDEQFE
MYCNKVANSSDWGGQIEIRAMSQGLNVQINVIQANAPVVVVGDSSESTLYIAYFRKAYGLGEHYNSLCPL*IF**IHRG*
RCYNNNK***KIDRSRALSKVRVIFFRSIKGSV*SMNKRAMR                                      
>Contig69914_Pirum_gemmata_fr4                                                  
FFESKANYMQYLTKMKTLGTWGDEFCLRVAAEMFNKNIVVISSTREGWFHVYQPDDMESDRRSNGSNVSLGLKPSNTIVM
ALTY                                                                            
>Contig4389_Pirum_gemmata_fr5                                                   
IIVFKLLSTVLTLYSS*LPLLLLSFLEQPNMTKTFYSTVTIQKALDLPVMDRNGLADPYCKVYVGGYKGGKTPVKKKTRN
AVWDTGNKFKIPISTEWETKVKVEVWDEDRLTDDFIGNVQFTIGCDENFRFDEKEFDINLEKKGKKEDAYRGKLLVSCCN
ATLDVHGLPEKCVVNSDDEETLRRIRRDINPTNLFLAMPRVAILMRRKAREAKKRVELGGAARIQPKVTQASEYDQLERR
LEGLGLQQEISLGDGNCQFRSVSSQLYGTQDYHKEIRNKVVEYMEKNPDFYLIYFENPKDFNTYLEKMKTNCTWGDELTL
NAASNVFKTSVHVITSTLDNWYLAYEPDIKENDRKKIFLAYVSPVHYNSIQADMFAKCQASNNKNLTKFSSAPTGSLPTT
NANNKAELKNCKTVNN**VIIITI                                                        
>Contig4390_Pirum_gemmata_fr6                                                   
Q*Q***H*H*QILMRRKAREAKKRVELGGAARIQPKVTQASEYDQLERRLEGLGLQQEISLGDGNCQFRSVSSQLYGTQD
YHKEIRNKVVEYMEKNPDFYLIYFENPKDFNTYLEKMKTNCTWGDELTLNAASNVFKTSVHVITSTLDNWYLAYEPDIKE
NDRKKIFLAYVSPVHYNSIQADMFAKCQASNNKNLTKFSSAPTGSLPTTNANNKAELKNCKTVNN**VIIITI       
>Contig71000_Pirum_gemmata_fr6                                                  
F*SEKVVTTNKLFNMNIQVKHKGGVGVIRKFSKELTMQDLCLEIETKSNIPITNQKLLLGHPPIVLEFTMDMIVTELLSN
GDSIFIEETQKNNENPKGNSGNDKKTDLSGGEMVKHTVPADNSCLFRSISYLLDLGDPSLLRQICSAKIKEDPVYYSDGI
LGYPHEKYINWIVNPDHWGGSIELLILAKHFQVEIYTFDIRTVRVEPFGQDIDDCQNRIFVMYDGIHYDPLVMKSNSQET
KVFSRDDDKAIAQGHALCEKLNKARQFVSTADFKVRCLTCQKPLNGEKQAKEHASLFGHVNFGEL*GLLIYLFAASTLIK
MFKPRSNKRKFNCY*MNN*IVSF*FINYF*FFFLIFFFFFF                                       
>Contig71001_Pirum_gemmata_fr6                                                  
F*SEKVVTTNKLFNMNIQVKHKGGVGVIRKFSKELTMQDLCLEIETKSNIPITNQKLLLGHPPIVLEFTMDMIVTELLSN
GDSIFIEETQKNNENPKGNSGNDKKTDLSGGEMVKHTVPADNSCLFRSISYLLDLGDPSLLRQICSAKIKEDPVYYSDGI
LGYPHEKYINWIVNPDHWGGSIELLILAKHFQVEIYTFDIRTVRVEPFGKFLIFNLFCFHLFCFV*F             
>Apar_comp47032_c0_seq1_fr4                                                     
KQGAN*YLCTDASLFRPGRQ*SASPDFQRILTSTQA*CFSI*F*RRRSFSHIS*KQVV*IYRRSRRETSGIMDVELRHKT
EKKLLQAQIMQLKKAVPKGDKKKKKEIDQQIAKLQTDLAHRQKAELELMAQGRDLSELDQYLAEMASKMALAEAQNKTDT
QPAESQENLAENSGSTQKENGVEGEDEETHGEGSEEKAHKKSKAQKRREKKELEESARRAAVLEECKGKVSNKSVEDSAF
NMLLRAQGLAVHQIPADGHCLYAAMAHQLQYRSRLPLGKIEDVKSLRHIAASHIRRHRDEYLPYMVNDQGDMLSPDEFKT
YCHKLETTNDWGGQLELRALAEALGEHIVVLQSNASPLPFGPPTPAGNEPLRLSYHRHTYGLGEHYNSVVDAGYASDL*Y
PVLLVCTLCSRWPVYAEGMNPAFYGKLFSCLLYR*PML*TLPAA*T*VCTCPLFSCKAAN*T*NLCWHRGTVVELHFRTD
SLHRMYENHYAK*YDHVVCVS*GVCVCSVYCHSEGACVA*SILSLK*CSMCWRSVAILRFVPGLKRALSSYRHEQK*PID
DCMHLGAK*HWCTRDVL*DHDHEVKTERSP**ISMGHAVKLPK                                     
>Apar_comp105877_c0_seq1_fr4                                                    
*CSSAFTNIWGWW*EAL*AQCGGLAEARNIPFFVTSCID**RI*PCITNRFCNKSIHLAKGLL*GPLSNVPRHMITQPKT
SKIGNMDAAGREAEAERALDIKLTTLGYYRKAIAKDGACLFRAVAEQLFVRQVHHRRVRQECVEYMRAHADEFSPFVEQA
FDHYLFELAKPGTWGTQVEMEALSRRYICDFVIYQVDGAPYQVTHNGHSRKVCLGYTYDNHYDSVYPLGWLDSAAVCQGL
IQDIVDAALGNPGQDSAPAYVSTETSAFNAVLDEQSQTDFILAKLLHGAEDGEEQDYTQLTGYYRKESGDSAAKVGGGEG
KK                                                                              
>Apar_comp379065_c0_seq1_fr4                                                    
PPRRRGSFSVGPAGPCMFAATLPHLGEPASEVMALRKQVVDHIRANRDEYAPFMMNAAGSTMTDDQFEAYCIR       
>Apar_comp17446_c0_seq1_fr5                                                     
GSTPTL*SFYIYRNRSVYTVIQVGFRTT*ILCRSCSGRRKQN*RELSV**LSLPRFSPHEHTSQSHLVTRHNTSIEIFDN
RMGGWTFRVKSSGGNHVLKDLDGDSSVVELMAVLYSLTNIPPEEQHVKFGFPPKVLPLDEGKTLSGVGLRSGETLIIEKA



APGTRPSAPAPSPAVVQQQPSPTPASTNQNTTTKEQTSGIIDATAKKQETSVGAAAAGNGSQKKAAGDNGGAKEHKHTTY
KTVDHGHLERVDTGRVDGVIVRRVVPADNSCLFNSLSLTLLQDKTGGAAMRQLIANIIRENPGKYDAMLDKEPAEYCKWI
LDSSHWGGAIDIHILSEHFATEIDVFDTQTLRIDPFGSDAGHKQRVLLIYDGIHYDPLVLSPYEGAPPEVD         
>Apar_comp19565_c0_seq1_fr5                                                     
PEHGRYSGC*VEVLECFATTQLVLKGCTHQAPT*CYLTLVKSVSLTTPALYVHTSTSSTRVQTKAFGACR*HFNLLNARF
SCTHREFDPLRASSFFKHCTIVTHN*FIQVGHHPRSSAYTMTLQVMSLPANLLGPWGRRWSLRREQRKHVRTHLRRLHER
LDPLGLTQVFMKDDGNCQFRALAHQIYGSQDFHQGVRQALVNYMEAHSEMFSFYFDGPAGFRAYLDRMQKPGEWGDEITL
NAACNCFCVEIRVFTSSQSQSSWLLKYVPNSASKNSRLCTLSYIEPIHYNSVVPVQMATALDGA*NGSTWMS*IASMIPM
IALRWCFKIRY*GCFSSLGGGAGGG                                                       
>Apar_comp20370_c0_seq1_fr5                                                     
FRGPCFFSIFF*PTTCCGFEPLETRRVSCSLH*RIVCSLFEKLLEGELLRGLFVKTRKEAVIYAIHTYNTTVRGNSKPGA
*PTPHAPSSVRGNSKPGA*PTPHAPSSNPLVTLYYHSVVVTAATMAKVHAILYVKEGRNLPAKDSNGLSDPYCKIYVGKH
KPVKSTVCKKTLSPKWEPPIEVPFEFVPGEESEGYVKIEVYDKDTLKDDHMGVVYVHLPHKVDEPIYTDLWLPLELKHGK
TEGEMFVGLRMQREAFNVLEGLPTVCADSSMDQTIISRLTQETQPRLFFTVVPRVLIVMRRKAQAARERVADGTAQKPTL
GKSTSLGSRENDISEQKRQLADRLKLLGMEQIAMEDDGNCQFRSFSHQLYGTQDYHGALRKLCCQHMEAHSDGFEFYFES
KNEWVDYLRKMKMNRTWGDELTLKAMCDMMGTEVHVVTSTLQNWYLKYTPESFRVEVDKKIFIAYISPIHYNSLACLPTA
GSGIALGKTLTL*LQFFSYRNIQIIV*V***NYIGILLDRLAGRSENTGGW*CTCMNVMLSWISNKNRCIQRSLSKNLDY
GEMVFYRYQ*KRKQTKM*EYRHLITSYR*IYLTARLGCKLPIGCQ*KR*EKANPISAGS*STSVFQYKYL          
>Apar_comp24351_c2_seq1_fr5                                                     
QDHVNHVQVVAYLNGQSQPGLAVDRCDTALASLSYCSRLI*K**KQTTPFNARS*LTVHILCEHGLQTCSRPHWTWARPL
GFAEDSRSCYPRLLSFGCSGFNKQPRWGEQKSH*GKQILV*RSCQAGTAIRCTVH*LLHSGS*GLCRSWHVPSPALPQGL
GVASNPSWRPDRCIYSGGSPSAYGNNGNRSLPECGMEVGSFDSDGSDDDDEGSSDESPGSFNVSTCVRLAGRKLNARRAM
RKLIGSVHSSEGFALAAQDPDHLLFTLVFFDEAVAADIQLARDISGPPEVQQQRLLQILGAWRMELMETPADGNCLFHSV
WHYINQYLQSGHVATREHLNTLGFTANMEPIEAIGRLRELMVNEWRRNLAEYQGFLSRVTLAYVADDFRCPRRAHFASAA
GDAMVLGLANALRIPITIFSTIANHGVVAVTPPTVIEPNIAIPVSLNGAADHYSVVIPRLSHANKISDNNQTQTSHSVDT
ENSTELASNANTTDTFGGLPAKGCSCNRNSKDRTRFFCGFKNGGGKVQAYDGHERCICAKNKRACTQACRCENCGNSHGQ
RPEPNRPGRPSTMQLHLSGEGGNLSLRSGDGSNTTHTANTTATRGKATATVPTQRRRARFTQTRTTDQNGLEYYVSVGEE
VRSGRWSDAETALIESIVISLAEQKLPATEEDIFAHYHAALEGNEEGVGLDAILSKTLKQIKSKIEHIEKERRLRSQVAA
EVREEIARAKEAAARTVTEKASERARNTKRGLKSQSNSQTAPSKKAKPSGLSRASTNTGVAPQEHDPTSSSTDSADEFQS
TQQSGVISP*PAPAPSASVPPQLLSHIPEHDSQCTM*RLSTDFSNPSPSVSYLHAML*VQGHVVCSGHRFWHPPAQF*CH
G**VEVSQSLHVVFYFSNCYCGCQLLWGQVANVGHV**VRLVWDLAS*CQDLVNTVT*ESVC*VLVVTFNFQ*CSACQSG
SL*L*CYLQFNCNVTVYVEYAVTFNAHTRHTHMNMHTRNHIHVKHTLRIHPCMRHSPF*YL*YHYA*SKYHNNNV*K*LQ
VTFTCCSCFINNDTVN*WQ                                                             
>Apar_comp24351_c2_seq2_fr5                                                     
QDHVNHVQVVAYLNGQSQPGLAVDRCDTALASLSYCSRLI*K**KQTTPFNARS*LTVHILCEHGLQTCSRPHWTWARPL
GFAEDSRSCYPRLLSFGCSGFNKQPRWGEQKSH*GKQILV*RSCQAGTAIRCTVH*LLHSGS*GLCRSWHVPSPALPQGL
GVASNPSWRPDRCIYSGGSPSAYGNNGNRSLPECGMEVGSFDSDGSDDDDEGSSDESPGSFNVSTCVRLAGRKLNARRAM
RKLIGSVHSSEGFALAAQDPDHLLFTLVFFDEAVAADIQLARDISGPPEVQQQRLLQILGAWRMELMETPADGNCLFHSV
WHYINQYLQSGHVATREHLNTLGFTANMEPIEAIGRLRELMVNEWRRNLAEYQGFLSRVTLAYVADDFRCPRRAHFASAA
GDAMVLGLANALRIPITIFSTIANHGVVAVTPPTVIEPNIAIPVSLNGAADHYSVVIPRLSHANKISDNNQTQTSHSVDT
ENSTELASNANTTDTFGGLPAKGCSCNRNSKDRTRFFCGFKNGGGKVQAYDGHERCICAKNKRACTQACRCENCGNSHGQ
RPEPNRPGRPSTMQLHLSGEGGNLSLRSGDGSNTTHTANTTATRGKATATVPTQRRRARFTQTRTTDQNGLEYYVSVGEE
VRSGRWSDAETALIESIVISLAEQKLPATEEDIFAHYHAALEGNEEGVGLDAILSKTLKQIKSKIEHIEKERRLRSQVAA
EVREEIARAKEAAARTVTEKASERARNTKRGLKSQSNSQTAPSKKAKPSGLSRASTNTGVAPQEHDPTSSSTDSADEFQS
TQQSGVISP*PAPAPSASVPPQLLSHIPEHDSQCTM*RLSTDFSNPSPFVSHLHH*YKAMLYALVTAFGIRLLSFSVTDN
RWK*ANPST*FFIFLIVIVAASCFGVRWQT*GMSSRFD*YGIWHHDAKT*SIQ*LKNQFVRC*L*HLTSSNVQHVRVVVY
DCNVTYSLTVMSRCM*SMLSHSMHTHGTHT*TCTHATTYTSSTHYVYIHACDIRLFNTYDIITRSQNTIIIMCRSDCRSL
SHAAAVLLIMTP*INGK                                                               
>Apar_comp7167_c0_seq1_fr6                                                      
GWVYVEPKAEKSENSPKTEKAEKAEKNEKAQASPKEEVSATRSLKSTPEAPKKTPPMCYAVIYIKEAKDLIRRKNFLGDP
SPMCEVRVGGHIIGSTSVVEKTQNPSWDPPVEVPFAVPVGSVPVGFVKLLMWHTERHHDFHDMGCATLELPLHMYGSYYY
EDWLPIEGKRAHGSLKVGLRLSFTPIFRPTGIPSLFADGANDETIVERINRIQHPGVLFPMVPKMVVILKRHAQDARDRI
QADGEAQNAANGEATPPAPELESQSVILATDKVANRKRLADRLQSLGLAQDVMADDGNCQFRAMSHQLYGTQEYHKLVRD
AICTWIQDNPDTYSHYFEHAVDYQRYVTNMRKDRTWGDEMTLKAAADAFHTDVHVVTSTVENWYLHYKPDSKDIPKSIFL
AYISPVHYNSLVFKQLSARGSLSSGERSRKSSQEDFSQLTDPVVTQPIETPQ*RRF*PIYTYGDELHLECVG*DDWL*FF
AVIKVDVYRKEMLMSCMLFDFGSKMYALLRTLYHH*Y*YSHTQTHASVSAHTWHPLTHTCASHTHAHVHTVYTPHVVIRL
PSQHFVRSLSCIHPHHR*FVLTFFFCFLFFRCSFL*VLFPLSTSNVFPCTPNSTSLK                       
>Apar_comp13082_c0_seq1_fr6                                                     
VVGVKADDNSFFRALAHQLYGSETLHQSLRYKVADYLAKNTDTYGPAFPVTFSYSNYVDQLRYGANINSAGDAARAIVLG
AVASMYGMELVLVAVSESGDEVSVHVHRYQAQAGDTPARPSTPTGDAPRMTPAHRSVTPTALQLNSSLQMDRQTSTPPPA
VHTSNCDDIASE                                                                    
>Apar_comp91289_c0_seq1_fr6                                                     



FSELARLCFAFNIKPS*SPISNPSQLLCRLQRDCFWVLTT*VRMGREARRKNEERSRSGRAQRKKGDRYDLSRDEASKFS
SQLQPLGLRLKEVLGDGNCLFRAFADQIEGDEEQHAVYRRKVVEYMKAHRADFEPFVEDDVPFDKHISDLAEDGTFGGND
SIVAFARLMGVNVSIHQLDAPRWNIATDNDTRKPVVHLAYHNYEHYSSVRPSDSGARPKAPPVVIPKKKPLQSVPSKPPE
DRPSATEQRIMTATGNQDLDLIRSILEDCGGDEECAVDMLCQIGVGPLSQAQDITSTTTNPPSSPTTQAGAPTNNSEITT
KNDETTQPPADVEKTKGKQTGAKAAKAANVSNRKRKELAKQEKKRAKAISQSNQPDDDEEGVAQQLSGVFI*CEFP    
>Contig6237_Corallo_2_fr1                                                       
CAAC*WKTVMRKL*TLETDYSGKMMKYTEREPKKLSKAEKRRLKKEAEAKALEEEKEQIREAGAAAGPDHRELEAKGIRE
QLAKESLAIKDIVPDGDCMYSAIADQLKLVGLPERTAEELRSDCVKELLTRKNEYMPFMLKENGDVMDDEGYGEYCQRVQ
GTKQWGGDVELKALSKHFRVKIEVYQYGGPKYTIGDGAEALKLAYHKHEYSLGAHYNSVVPASL*LT*QIYVT*HTKCTS
RY**EYPFSAHKACRRPFDSVGPFRPPVPKYGLSTSVKGYVILRGSPLPYEF*WPAFVQRIFEADSHSHQCCVAGASFHG
SAQ*NDRVVTWPLVSSLCALGHPWSNFRLAPGKDR*QDSKSDRSVH*AHRRLIGLASFPQSPSASRYPCSLLRRCPLRPF
L*HDLSPS*YLAVTVSKCLAFLLEVSYGHLQSVSAFQDVLVYCMTSQVPDWR*ERHIADCKLPHPHLDSGRC*CRTTAKR
QHSPLEFPVLVSRIQRCIHNFPAAPEPAN*AHPSLPS*SATDRSPPPLHGYLAEDSPVLPICSTVPPCFNRFQ*LPRL*K
LTRSRTYWRSP*K*PSDPPTSPFRKALAPTDSLTAKIINLGNILGFHLDKNTQILGCGGRRTEFILQF*SDQPRSICTDA
SQYGPWPV                                                                        
>Contig3053_Corallo_2_fr5                                                       
PAVKDEGEAALDLLGGSFGARFQIDCRPTSCQVPSSGLCMQRRQ*VFQPLVRKLTELLILFCNFSISRES*RP*CNTMT*
TMVFGRKKNKQEPDTADIKKGRKGNKKQNGGDRNNGRRRQSKEGEEQEGKRRRRRYPVDPLTAEFRKQLEENGLIMRRMA
PDGNCLFRALAHQYYEDHTEHMNVRKETCDYIEQHREDFEPFIETGLPFQRHVASLRKRGTYGGSENLVAFSRLHKEIAI
AIHQYEQPVWIIYAGEEEQPERTVHLSYHNGEHYNALRDKGEDEGEDLEFVFSGSLDMDDEEH                 
>Spom_NP_594806_1                                                               
MRCPLAYYYTQTTIPTQQKRKSKKMEELLSKQREECKELQSKITNLRKQLKEGNKKQKRALQQKISQMEADLSQKHATER
QKLDKGDEETNETQQEDLLNTLLQQMEDTKITTAEKSSVQSSLNTKENTPQQPKKSRNRQKERLERRKAEMKKMSEQAEL
ESEKMADLKNEEKKKFSKILEEAGLVAVDIPADGNCLFASISHQLNYHHNVKLNSQALRNKSADYVLKHCEQFEGFLLDE
ESGEVLPVSDYCNEIRNNSKWGSDIEIQALANSLEVPVHVYNTEGPVLKFNPSTVKFEKPLCIAYYQHLFGLGAHYNSLL
YRDN                                                                            
>Spom_NP_594039_1                                                               
MSSLRLRLKYENQSAVETVEANATVGSFLDLVAAKFSLPRNSIALKFGFPPQDIPLVNSDVPLSTLVSSGQQILVLKNAA
TSFSTNEPAKPPIPNAATKPTFPPQTEISNPPAVSHQSKNTSQDPPYVSTPIGDIALRVMPDDNSCLFRALSKPLGFSPY
ELREIVANQVLSNPDIYSTAILGKPSIEYASWIRKETSWGGYIELSILSSHFGVEICSVDVKTGRVDSYNPQPATGQRTY
IVYSGIHYDLAALAAVLWDTDVDVVLFDASDVTITPYVQQLASLLKNMHYYTDTASFSIRCTICGTGLVGEKDATAHALA
TGHTQFGEY                                                                       
>Tmel_XP_002838858                                                              
MSYSDEFPLLEGAGLYASDISGDGNCLFHALSDQARPLLLPIHTFCARKRWLMDLRYDSYTGMKTVTRIFGRRLLNICET
MPPTSNSSSTGKQRRIITHLNRMARSGVYGDNMEISAFAREYGCDVKIYQRDFAYVVTGGEGGGHEGGGGRRDSGKGKKV
LHIAYHTWEHYSSVRNRDGPHTGLPNVSPVPLTEEGRKEQEKKLANTSYVRPWMVETVTSSLPYLVDSGKIWEALEEAKG
NIDAAVSRLLDVEEGEQEGEVSEKKGYANKSKDVKVEKVDVTLGEGEKVKGKEAQKVDAQVSPEIQDNADEVNGLAADTN
GTNTPKRSTPKIGTRASARIRVREDSGGNPGSGGGPEDSGSATEEILKQRPPHLKKETPREKKARRKAAAKQRKKENASG
NKDAGLEKGTTVITAGIKELYV                                                          
>Tmel_XP_002838499                                                              
MRIKIRAPNGSQVLALSPETTISSFLSEIRSKTSLSGDVEIKYGYPPKSLHLSEYPSSTLLRDIPTKLEGEQLIISETKS
SAPFSFSGGAQDSTSQPDAPLTLNRSLKPKINKDDPPDVPLKSGRGTMVLRVMEDDNSCLFSAISYVATGSLYSAAELRQ
LIATTIQENPDIYSEAVLEQKPDGYCEWIQMESSWGGGIELGIFANFFDLEICTIDVSTNEVIRFNEGKANRAVVVYSGI
HYDTIVLSPAGSRTNDPSKDKRIFSSSDDEELEGALELCRELKKRKYFTDTKSFSLKCNICKTGLKGQKAAVAHAKSTGH
MDFGEY                                                                          
>Tmel_XP_002836632                                                              
MSEANREEMLARHRKEIRELTARIIQKKKNATKKTRRGINSECESLEHELKDRHSREIAALGNPNGEFIEAPEVPESKPQ
GQGKEEDTEELEEKSNTITDTPTNTIASEGTPQQSSVGPKKPNRQKARLARRAAEAAALSAEAEAEASALPNPRQAEMAA
MQTLLRNLHLGEKEIAPDGHCLYSAFADQLPMPSDYKTTREKCAEYMLAHRDEFEPFLEEPIEEHVRKVRETAEWGGQAE
VLALAKAFGVVVNIVQAEGRGVEKMNEGGAEGEVWLGYYRHSFGLGEHYNSLKKVGAKGGS                   
>Ncra_1270NCU01397                                                              
MESETLEQMQARHRKEQRDLVSRITNKKKNATKKTRKGVNDECAQLELELKARQEEELRKLQGGDDNDDNDEQAQELEEE
QDVEEPTVNDVTEKLQKTTVSEQSSNTRPPPPVEQSSSGGGKKRNRQKERLARRQAEVEAASAAAEQEASSMVDHRGIEK
AYMLREFKAHSLEEKDIEPDGHCLFSAVADQLAVHGLPVDGALSANKGAQTQEKLPPYRIVRHVAVDYMEKHTDDFAPFL
EEPFETYVAKIRDTAEWGGQLELTALANAYNVEIRVVQDGRTEVIQPNAVANGESNGDKEELKVLWLAYYRHGYGLGEHF
NSLRKAAV                                                                        
>Ncra_2105NCU02353                                                              
MPQIQLRLRTPSGQTRLEVDDESILQDLVVQIRTATKIDKFSLKYGYPLKDLDISNEAQKVTPLKDLKLRGETIVVAPLE
SAASLPAAEPEKPKFTPKGIEPDETSIEWPERGGYLVLRVMPDDNSCMFTAVGGALSIANPSAVLRRQVSNYILSHPTEY
TAAILGSPPSVYASRMLQSDVWGGAIELSILSDIYNIEISSIDVKSLRVDRFGEGKSLRILILYSGIHYDRIAFAMDLSY
PVEVDVTKWSTEDEEVLDKARKLAEQLQRMHYYTDTTDFVIKCEMDGCGWIGQGTKDAAKHERETGHGRFGEMEIK    
>Scer_SCRT_04692                                                                



MTGMESGENLENMEDILARHRKENKDLQNKITGMKKQATKSKRKEVNSKCLDLQDKLKTKQENEIRDWKIANNEVFDAEQ
EDEVTPEKLLEQLSISRDEKEQQNVPVQQQQQGQTKKRRNRQKERLAKRDAAIAKMKEEAALEASKQPDLKKMEQESIDQ
LCELKKLKQFDIQPDGHCLFASILDQLKLRHDPKKLDQDMDVMKLRWLSCNYVQEHRDDFIPYLFDEETMKMKDIDEYTK
EMEHTAQWGGEIEILALSHVFDCPISILMSGRPIQVYNECGKNPELKLVYYKHSYALGEHYNSLHDS*            
>Scer_SCRT_05504                                                                
MKLKVTGAGINQVVTLKQDATLNDLIEHINVDVKTMRFGYPPQRINLQGEDASLGQTQLDELGINSGEKITIESSDSNES
FSLPPPQPKPKRVLKSTEMSIGGSGENVLSVHPVPDDNSCLFHAIAYGIFKQDSVRDLREMVSKEVLNNPVKFNDAILDK
PNKDYAQWILKMESWGGAIEIGIISDALAVAIYVVDIDAVKIEKFNEDKFDNYILILFNGIHYDSLTMNEFKTVFNKNQP
ESDDVLTAALQLASNLKQTGYSFNTHKAQIKCNTCQMTFVGEREVARHAESTGHVDFGQNR*                  
>Cneo_XP_570038                                                                 
MSCPSPGSSPSTSATVPLAVHRQNDYQTASPISLPPSLSPSASPVAIFRRAIVLHDHSDAEKNFPGESNTQENVGPIMSS
VPFAASPLIAATTFSLAPNLEQQRGKRKRRRSGSDSDYSPPYSLRGGGRPQKSKTRRNANNGSHSGQCQNVRSSRRTTRS
KARRANSPSSLIITSLEDIKLEDAAVKSEISRLGLTLRDVQGDGNCLFRCLSDQLYGTEKRHAEIRKIVCDYLDSHKETM
EGFVVPFMKEGERYEGYVQRMRQSTDKESESSSDQRVEELLHELAPSNTACPSDSSAIEHCSLSSEGVSYRPRSPALSST
TGTRSRSESVSERSSNGSVTSDLAQSQSSRSTTVSSGQDAPRVTPEIISDSKLRTKSDKLGKDLQGMVLRSRESSREPKR
SHDEPQKRRASLRLKNRL                                                              
>Cneo_XP_568626                                                                 
MSRIVSSDFRNCNFYPYYYPVVKYGYPPKPLPSTAGPLSSIPIGKGEQLIVSSIPSGGPSKKVPVVAQPSTTTSSAPAAS
RPTNASPVLAAPLVSNASQGEGVESGESVAVPGRDAGYLQLRVVPDDNSCLFSAIGIVFEGGIEAAQRLRMVVANAIKDD
PFTYSEVMLGQPIDQYVKRIQKPQTWGGAIELSIFAKHYKTEIASFDVATGRCDRFGQDEYDTRCILVYSGIHYDAISLS
PLPVSPASFHTTIFPVTDQIILTTADKLVSQLRARHYYTDTANFDLRCAICKKGLRGEKGAREHAMQTGHVEFGEY    
>Ccin_CC1G_01132                                                                
MAPIRVRHPGGVCTIQVPLDNDSYTVGDLQQEIYKASDILPSRQSLKSGYPPRSLTLVPELPISSLDLKSGEQLIVQGAV
ESSARGTSAAASPPPRAAAAVPTSPPRQSQTASINGPSKKSGPETVQVDGGYLIHRVVPDDNSCLFSSLALIFEGSISNA
QKLRRAVVDGIKADPETWNEAILGMPPSRYIDTISKPTSWGGAIELSILAKHYNTEIASIDVETGRIDKFSPPEAPGELS
RCFVIYSGIHYDAISFSPMEEAPDEWHQKLFPVKPGKDDDDAIIVAAKKLADALRAKKAYTNTATFDLKCEVCGQGLKGE
KEARAHAEQTGHVRFGEYTK*                                                           
>Ccin_CC1G_04285                                                                
MAGNKKNKSKKTASRLPTPPPIVNDDEVDLMNDLLDQLDARDQSVQIESAKVLNEMNLKEQAEQLEVTSKKSSAKDRFKA
RQARKAAALAESFSPDNPATQAQLEKEARQEEEDIDRICKELNVRIHEVNPDGHCLFSAVADQLHLIGILPESHSNYAVT
RAAAADYLQAHPVDFLPFLPASDDLTTTGLMTPEQYASYCDTVRNTAFWGGEPEILALSRAFNVPIHVVQGGKPPIVVHE
PQDPAYNIPSRVVRVSYHKRMYGLGEHYNSLRPANQ*                                           
>Ccin_CC1G_11715                                                                
MGKTHRKNQPQGRTRTTRSSKPRLVLSDPNESSAQLDNQLRSLGLYAANTLGDGNCLFRALSDQLYGSPSKHAQLRQDIC
DFIVKHKSRYEPFVEDERGLDVHIRCMRENGTYGGHLELSSFAHMVKRNVKVIQPGLVYVIEWDAGLDEQERQKALRQLE
AEEHDDTISKGTIYVAYHDWEHFSSIRNLKGPHSGFPNVQETAPAYQDPPAAITPKEREREAKRQREKERKEREKARKLP
KVKLKLSAPSPIESTLSTSQDPADVPLPESQVPSSSSTPAPEVPASSSASPPHSTASQLSLPSGPIPSALPHSMRIHRSP
KRTFDESTSSEDGQSVADDVERSRGVDKRSRIGSLALSHQIDTEQDADTDSAEKEREETPGLSAPGSSSSSSSSSAAEDD
EEVAETNHVVASLLDDDGYSSLSELESLPPSPGPTSVSAPVPARHRSLEPTSASPMSKRALKRQQHLSHMPAHHQSASAR
GEKPLTRRQRKALGLPKPRAALVFGADNNSPGAGRVSGAGKIIIPGGRYQGRNAVKVREFRDGEQDEGGGEEVEEWVRTG
VGRVDVRGFRELKI*                                                                 
>Umay_XP_762219                                                                 
MIRIRHPQGTASFRVDDNATTLGELQSYIAEQSGIAALDQELKIGYPPKSLHISKLSESVLLSSEKIGIKKGEQVIAARK
AGGSGASSSCGPQPSACSSASSLSYPTTSFGAIGAPKANVSTATGPRTSYGLGARTLQDALTARAPASSTSTASTSSKPG
SVADGSVSIAIASSPSSRLTLKVVPDDNSCLFNSVGYVFTQRLGSDVCQNLRQTVASEIRSDREKYPDIVLGQPRDSYIS
KILSPTTWGGAIELSILSHHFGVEIDSIDVATGSVHRFGEDKAYENRAIIVYSGIHYDALTLQDGTDETTVFPNLTAIGL
DETEDEVLSAAKQLCQELKKRRYYTDTASFSLKCKTCGTKLKGEKQAVQHAKQTGHGDFGEV                  
>Umay_XP_760263                                                                 
MPKKGKKGSRATAQHSDSLRREIQILIYSVCTDAGVDHLQSNQNDAAPLGVIDPFVDDDGFDIADELLAALDARDAHDGA
STNNKTTCTSATKMETSHSHSGGGLRGAGERLINGLRHHNHNDTDATCDAAPDAGGSTSPTSARRSSIRKLFASSPKSVE
ATPMDGGAPKKKVSRQQQRKERKAAEIAEVRRQAEEEVKQGAGQPDEAAIERQGINAMCSALGVTMHEITPDGHCLYAAV
ADQLNLRRPSAVRTDYKATRRATAQEMRTHPSEYKPFISDSDEHMAGIVNKEAGTLDSEQAQEKHFLDYCDAVENTGVWG
GQPEILALSRAFGTQINVVQAGLPVLKVGEQEYDAEPLFISYHRRMYGLGEHYNSLRPAPTA                  
>Umay_XP_758519                                                                 
MGRPQRSAAPGPSRRSTRAASTIKNERITRSSRAKHSYALDDPEQVERDLNAQLKRMGLYAANTTGDGNCLFRALSDQLY
GHSARHAQLRQETCDHLAARPEKFAGFVDDKPFDQYIKLMRENGTYGGHLELHAFAQMKQKQIKIVQPGLVYVVEGVDDS
PEARRLRDEKEQERLRIQSSIQAGTESAPLTERQQRKQKRDEAKRDKKPTKLAQHDEASESSSTCTQPAADATRSASRTS
PFSSSPGSYQGTSAASAPQLAEAYGPLYIAYHNWEHYSSIRNLEGPHSGLPRIKEQSIASAGAAAAASADNGKAIKDAAN
EAEPTREEKMVLQSISGDHDLDEVRRLLEENQNDWAHVVELILEKDAIIDEEEVGAELQAVSSSGQQFHASDRLTVPPPP
PLPDHLRHWRATSPSSVDTSATHSSGEGDSPSTTATTDDGGDATACASPGSSNLSRGSTPSVEKISSKRAASSDAMTMST
IRSPKRRSQSRSPELGLAAQSQSVEAVEHDASPASDDKKSQDGQAVYEIIKRGRGRPRKDGLPNKSTIAIKRRVPTAREK
RDAAQARKRERQLEKIVRTRATSRAEGGDSAAASERPSPAEIGSDTMATACKESAVELNTLTVEHVLSDLEALTPGAALF



SLVQGSASSSGSGCDRGLLESFEAGVDPSGRKQHVELSHMLLASHRTAERLNSERVSAAEVALVLPSERSRASKSTSGST
SPSRDIDLARKATRTDLLHAKVADLQSQVDAWSSALEQASQVVHEPGSNTSLAAAATASTADAQSTRTSGSQAAPLESQS
TVQGQIDRSSNNRSTFVESISSELRQEGSTRIAIDAPEAVTSATEDFEDDDPWNDPT                       
>Mver_MVEG_00338                                                                
MSPLRLRIRHKDGMATLTSLTPQSTLSELHNAIASEINVPSSHLELKSGYPPKLLSVDDANAAQSSLESHGIRDGDQILT
SERQGGPSITSPATVPKPDSSSSSTPANRSFAPVNSSSFGFGSAPVVPQSGARSTTTSFGGLSTVDSSYKAPSRPAVSPR
PIQSVEGIRIRDHGFLVVREVEDDNSCLFNAIAYTLDPAMKSNIQGLRQIVAQVIEVNPDEYPDVVLGRPRRDYCDWIKR
ENSWGGAIELAIFSEHYKIEIDSVDVSTNRVDRFGEGKYSQRAILIYSGIHYDAVALTPALDIPADCDQTQFEIGLEDIV
NGGVQLAAKLKKAHKYTDLATFTLRCTICQTGLKGEKDAQNHAQQTQHTSFEEYR*                        
>Mver_MVEG_04299                                                                
MAPVKTRSSGRHSTHNSYKADPEDTNDDDDFYGMRELKHQLAGLNLQLKDTTGDGNCLFRACADQYTGSERDHAALRAEV
CKYIADNADHFESFMDNETVEAHVAQMRKNGTYGGNIELVAFARLKKVDIKVYQPGYIFVIEGVDVKKEGSTPGQRPVMH
IAYHSWEHYSSIRNIDGPHEGLPEISPKVVLQNPLAKLTKRNPPRPIERQIMKMTDETDLEVVRELLEKYKGNFDEVVGH
IIEKAYKDEYGDEEDDKGEAPETGDEDKDKDKESKSEASKDKSEFDAAAKVNENIAEDKSRQGLPDTDTTEKDASPDLSP
SPRSSTASPAPSSPSKEARSDTPPIEPAKSIVPTKRMSSREKKEQAKRNQKLNRKNKGKVEPSPSSSEHSSLSATPSSRP
NGGSVSSPGSMRELFV*                                                               
>Mver_MVEG_11577                                                                
MNAEQPIALAPTESHDELKARHKKEQKDLQAKVTGLKKTATKGDKKKKKEVLAEVAQLESSLKKQQDQEEKDWIQANGDP
NASSQADQNVTTLEDEEEDDFDPNDIPIDHLSMEPEPAKSKQPQQQQPSGGKKPNRQKARKNRKAQALKELQDEAEKEAA
GQVNMNEVERKAIEELAQVMGVKVQDVTADGHCLYNAIADQLSQHYQKKTSVKDLRHDTADYMRENSDDFLPFLTNKQGD
MMSAEDFTEYCNDLESTAVWGGQPELLALSRVHKVPIWVVQMGSPTVKLSADVYPAKTPLMVSYHRHMYGLGEHYNSLRP
ATAQ*                                                                           
>Pbla_Phybl2_176550                                                             
MDDDNSCLFRSIGYVLERDVSKASILRKVIANAIAEDPITYDDVTLGKPREQYIEWIQKDASWGGAIELSIFSKYFSIEI
DSIDVQTGRVDRFGEGLYPERVFILYSGIHYDALAMSPIEDGPMEFDQTRFPINDESVFKAAQSIATVLRQSHQYTDVTN
FTLKCQQCKKGLVGEKDAQMHASSTGHTHFVEYE*                                             
>Pbla_Phybl2_122264                                                             
MSTSEDLIDSVADVAVIGPSPTHEPVSNEEETLESMLHRHRLEQRDLQSTISNMRKSVPKSDKRKKRAMTSKAAELESEL
RQKQELELTQLKSLLSGKLIGEEETPDDGISLDRLTFLTEEEEPVAPMPSPALTTPKKKKPNKHDLKKQRREEELQKIRD
EAEKEASGQVDMGELESEAIKELLAPMKLKVQEISPDGHCLYNSIAKQLEYIYNEETDYHKLRKEAAQYMREHPNDFIPF
LYKDDGNIFSADDFKHYCDDVENSPRWGGQLEILALSKAKKVPIYVVQMGSPVLKVGEEEFTDKKPLIVAYYKHLYSLGA
HYNSLLKV*                                                                       
>Pbla_Phybl2_159138                                                             
MAKGKAKQEKKEIAKTNKAQKNESRKLKRSRNPGLYEDGFGDLNAQLRTLQLCTKDIAGDGNCLFRALSDQYYGSDRKHK
EIRQEVCRYMCDHEDDFKYFVEDDRSFKDHVRCMESNGTYGGNMELVAFARLFNVNIKVYQPGLIDYLM*          
>Pbla_Phybl2_172691                                                             
MTKSLVLLMLLMLLMLNGSDIIGNLEVLQWGSLRTAWRDSLKGQPESVLRHLVTCLGKCHIGGTAWAAWAAWAAWKKMHD
KENWVNTYVFKHPHFGNRTSNHAESSHASLKHVLGTSSGKLKTVTMKVVKWYEALVDDRKRRLTMECFGESTTIVFDKIN
SSRLNDICHKVYRFAMDHIKLKLAKSIISEKLTKECECLINYNYLLPCYHQLAHITKISTITPQLAYKLERVTQILTNAQ
SKQQQIHFEEYINKIIELDSKQKLENLNGPTVVEAIKGRPKNTKRKMIALEYCPEAEKEETIKKTKTEKKQKKFNSFDFF
RFSRHELSLEKQQKAFKKIINLGSPCDYTLLTNLTIAPHQISQIFSPEADGNCGYRAIAMEVYQNQKRWPEVKDKMLENY
LKYQHTHYQGRMEHGHMPASTNPLIISLQDKRSPLPQQHWFGTIDHSQLLANAYNRTVAVYWNTSRETGDCLFVPFITTP
DRFEPIILILDINHFLLAKRKPTRNFNWRQINPFHKAIAVQAVQAVETAQAAQAVPPI*                     
>Mcir_Mucci2_106104                                                             
MTDNAGNNGDCGFRALAQQLTGNEDDYGNIKSAMLNHYLKWKEDYITAYPTMMNHDDLLHILTTDHAWFSTPECSQVAAN
TFGRPIAVYPSRAMQGLDEMFFPMIHFDYPKNIPLPLVLQNHCNSHSVTVQLKRSKTPHWPIPSTWHTHAVLNLLGHADD
KVKTYWKRVLHFNRSGVEHEETVNE*                                                      
>Mcir_Mucci2_78709                                                              
MDKNFFGDPENLDAQLKSLGLCTKSITGDGNCLFRSLSDQYHGHDGNHKAVRQEVCQYLRENEETYKFFVEDDQSFEHHV
ECMSQDATFGGNMELAAFAKLKKVDIKVYQPGMIYVINGVDDEDEKIEDEEEEPRQTLHIAYHSWEHYSSVRNIDGPYSG
PPEIKVIEQCLDQNKSNKSEDQNEEDKDEELSSKEKVVRSAFPDASIRKIRRLLIKHKGDPDKVIDAMYELEHKDANNEP
TKLDSAIVDAPDEASASLQIPKEVVSTETQAPKEPTIQVSDNVSTNEHQNIAEQTSEEDALVDENKEEEPQDQQEKPSEA
PLVKPKKLSAAERKKEQKKRQKENKLMKDRAKAARKAGYKQQAKLQDDQEQDALSAASQSMKEMYI*             
>Mcir_Mucci2_112920                                                             
MRLRIRHAEGMATLSDAKQEDTVAMLKDAIKNAISLSAAQDIQISGGYPPKPFNDINMDLKAAGIRDGDTLNIKLVGTPV
PQQQQQLSSTASSNAPSGTLKTLKEGSVQTVNGVLQLRVMEDDNSCLFRSIVIVNGIKKDPDMYSDVTLGQPRDKYMEWI
QKPNSWGGAIELAIFSTYFGVEIDSIDVQTGRIDKFGEGLFDERVLIVYSGIHYDALALTPTVDSPPDFDQTRFPVSEDF
VLNAAKQLVDGLRKTNDDEAADADPKIDIIMSHKQNTLAMSVVEVSGPNHKVNKSHYIGDRNKIAKNLKSIIKTIENTSS
TPDIQALKKVKVYGLQVYLNKIYVYSLSKITCSYYLFVLEKTINIPCSPGLLDQQLPGFLASFLYLGNIYSKSIASINKF
FDDSNKNNIPSYSNSEASTPNVSPRKPKQTQPRQ*                                             
>Mcir_Mucci2_166340                                                             
MQRLLNKIELAFRNCTNLNETYHLEDCINEGLALHEQFLDSKKQPSQLPLPGTVPKLGRPAKEKAYSAWRDVKPSNKVEP



VKAESLKLPKKRKAVEQPVNDEDLPLQKRNIIDVKNPKGRYIHPDIPKDIVVKVWNPLGDGNCGFRALAWQIYGFIDAEN
VDDPATSEELRVESNAYQRMKSAMLRQLEKNEAQYRSCFQAYFDVNELKALIRSKSQWYSVPECAQLTADTFGRPIAIYP
ARGSSIEPSAQ*                                                                    
>Mcir_Mucci2_150124                                                             
MDQLLENQKEEQKKLTSKIIALRKGVPKSDKRKKREVASRIADLEYDLKKKHEEEIRVLKAKEAGLDPNAPEPELDDGIS
LDRLNELSLEEEEQKKPEETTATTEQQPKKKVNKAKLRIEKRNAEMERIRLEAEKEAENQPDLGVLETEAIRKLVIPMNL
RIKQVVADGHCLYNAFADQLKTRYNKDVTYKELRQSAAEHMRQHPDDFKPFLYLEDGNFDRYCDDIINTARWGGQLEVLA
LARSSQVPVDIIQDGGPIIKICDDEYPEKSPIKLAYHKHLYSLGAHYNSLVDQLNVEKMGSTSD*               
>Rory_2506                                                                      
MRLRVRHADGVATLGDISSEQTILELKQNIISAIGLSSTQTIQISGGYPPKTISDDTLIIQNSGLRDGDTLNVKIIGNNT
PQEPQNAVSQVQNLREGVVQTSNGFLTLREMKDDNSCLFRSIGYVLCRDTTMSAELRHAIVERIKADPVSYPDIVLGQDR
VLATDKYIQWIQKPTSWGGAIEIDSIDVQTGRIDKFALAPTSDSPTEFDQTRFPTTDDDILTAARAIADSLRKSHKYTDV
ANFTLRCEQCKTGLKGEKDAHNHAAVILAL*                                                 
>Amac_AMAG_03784                                                                
MSDPSSRTSKRARLTRIVRDPDRLLRRLRPANNMQLTDDALPASWPDNVSDHDDGHDWPKPVPARRRQSVLTPNMSMAPN
ARSTVVRALDVPPSNALIAPMTPEERLATWVERVAVIFGDLPDAIPGTDVRFGADPRSNYMATLERFITFWAVLGGATGS
TGLLVPNAGSSTSLVEQMEAQMAALLHTNAQLLSFACRANLAGPEMPNSNDLLSVPETVQFIYDLFSDLMGVDSTVDVGG
SSATTENDDAKSTASSSLPSVSLVQDLFIRYAWRTMQASHHRRSSSSSSSTSSSWLIAHLLPSNAIGNADDNGQQSIAMV
LRELILHDQLFRRHRLFRGAVIVEAAAKRQRALCGLPLSVSSAPSTRTASPSRASADGDASGPPPLPKRRESADKNRALG
INDFICRYMPKDGNCQFHAIADQLNLAQDRLKTLYDGTGVRGDVADWLSTHGPVLYLPEDRTVDLREYAYLPRWSAEGEP
EDPNDRWGEYLAAISSNAWGDNLTLQAAAQIYQRPIVIMDWSGIVSVIKPWAWKVDSKPSAGKKRQPLYLCYYIEYHYDS
LELKRSRQAAVAADAAIDEEDE*                                                         
>Amac_AMAG_04917                                                                
MARSQRKNDKKAAATSSKKRSSSSAATTAPADGAGSADAKSTKKGKRKDRKAWTDQDWDADTKALKPQLASLGLNLVEIT
GDAHQLTGAESLHRDLRRACVEFMRAHEADFAPFVEDDEPFDRHLVRMAKNGVYGGNMEVVALARALNLTVVIHQVGHPP
WVVAPTPDDVSAGTPPRTVNVVYHSWEHYSSAAPEGGVRASPPPASLERWASAALAVVSGKDKSRKRRGKVDSADPSVAA
VENGGDDKESRGDPEPSIAVDSIEPELEDKVDVVPVAPTETTDLTTLDEAVAIVSADKEHEPAVSIDAAPEPTVVKPTAS
SASRGRMTARQKADLERTRKKERKAAKKMAKAVAGGRKDAVDEASSDRSLARGAGDVDAVTAALEKTHIAI*        
>Amac_AMAG_05043                                                                
MTSELRLRVRTKFGLATINDPTLDSRTATVYDLSSTIVAEALAKSLPTNVDLDSIRRSLSIRMGVPPRPLAPADPTTLLA
EAGVRSGEQLTVEFKDPTPAAPAASLAAAPASRGAASSSARNNGKPAPSSSRSPPASSTPDLSPEAINAIALGDHVHVPD
LGGFLVVRESPNDNNCLFHSIAYVLAKGMTVYELRTLVIAQIRANPDRFDAVVLGRPVDEYCTWIAKLASWGGAIELAIF
ADYFRTEICSVDVQTLRIDRFGEGKYPTRAFVLYNGIHYDAVGLTPALDAPRDFDAVAFEVSNRQLLQHAVELAGKLHKQ
HRFTDTANFTLRCVTCDKGLQGQHAAHEHAMQTGHTNFTEYK*                                     
>Amac_AMAG_06193                                                                
MAASSSSSAAAAVPPAVAARLIRYPVGLSRSSAHSSRATHGSFSSMQGSPSSIGSGMMPGTWSRITDLRATAASPFASSS
FGSHASENSMTDAHGRSVEYWADPDVELKEAEFQDNMLANGLVVVEMPSDGVCLYRAIATCLSTTPETVHAATMAFIEQH
AAYFAPFLSEPVPAYLARKRQLYLGDTGKVNTDAFGNHVELVAAACTHRCVINVHETEGELAAINPTECTELGSMDADAG
VVHLWFHGGHYDLLLPLAGGDEEGMSLDMGPCCRAHHTTPPPPPPPPPPPPPPPVPPQLNKSVSPNNLFVFGWPMSGTSL
FGGGLVRNGSTMGPTARPKIGLFQLPGQMHGRGFLALGGGTSNAVGNKKGDDAVGVDEQGK*                  
>Amac_AMAG_06935                                                                
MSDPPSRTSTRARLIRVVRDPDRLLRRFRPANSMQLTDDALPASWPDTVSDHDDGHDWPKPVPARRRQSVLTPNMSMAPN
ARGAVVGAGLDVPPSNALIAPMTPEERLATWVERVAVIFGDLPDAIPGTDVRFGADPRSNYMATLERFITFWAVLGGATG
STGLLVPHAGSTLVDQMEAQMAALLHTNAQLLSFVYRANLVGPEMPNTNDLLSVPETVQFIYDLFSDLMGVDPTVDVDGS
GDATTDNDDAKSTASSSLPSVSLVQDLFIRYTWRTMQASHHRRSSSSSSSTSSSWLAHLLPSNAIGNADDNGQQSIAMVL
RELILHDQLFRRHRLFRGAVVVEAAAKRQRALRGLPLSVSSAPSTRTASPSRMSADGDASAPPPLPKRRESADKNRALGI
NDFICRYMPKDGNCQFHAIADQLNLAQDRLEHLYDGTGVRADISDWLSTHGPVLYLPEDRTVDLREYAYLPRWSTEGEPE
DSNDRWGEYLSAISSNAWGDNLTLQAAAQIYQRPIVIMDWSGIVSVIKPWAWKVDSKPTNGKQRQPLYLCYYIEYHYDSL
ELKRSRQASVAADSAINEEDE*                                                          
>Amac_AMAG_11712                                                                
MASSSSSAAPAAPPAVAARLIRYPVGLGRTSAHSSRATLGSLSSMHGSPPSSIGSGMMPGTWRRIADLRATATSPFTSAS
FGSHASGNSVTDAHDRTVEYWADPDVELKEAEFQDTMLANGLVVVEMPSDGACLYRAIATCLSSTPEAVHAATMAFIEQY
SAYFDPFLSEPVPAYLARKRQLFLDDTGHVNTDAFGNHVELVAAACVYRCVINVHETEGELAVIDPTECVELGSLSADAG
VVHLWFHGGHYDLLLPLAGGDEEGMPLDLG*                                                 
>Amac_AMAG_11857                                                                
MTSKLRLRVRTKFGLATINDPTLDARTATVYDLSSTIVAEALAKSLPSNVDLDSIRRSLSIRMGVPPRPLAPADPTTLLA
EAGVRSGEQLTVEFKDPTPAAPAAAPAAAPASRGAASSSARNNGKPAPSSSRSPPASSTPDLSPEAINAIALGDHAHVPD
LGGFLVVRESPNDNNCLFHSIAYVLAKGMSVYELRTLVIAQIRANPDRFDAVVLGRPVDEYCTWIAKLASWGGAIELAIF
ADYFRTEICSVDVQTLRIDRFGEGKYPTRAFVLYNGIHYDAVGLTPALDAPRDFDAVVFDVANRQLLQHAVELAGKLHKQ
HRFTDTANFTLRCVVCDKGLQGQHAAHEHAMQTGHTNFTEYK*                                     
>Amac_AMAG_12570                                                                
MDDLLARHRREAKALQATLTGMRKQAQADKKRKKEILADMAKLEADLKAKHAQEVAEFDATGSSANSSDPATTTLADAMD



GLAVSAGAATAMAGAGAEPSPAPAPGPVEQPKGKKPNRQQLRKQRKEAALEQLQREAAAEAANSVNHEQIEREMLQALLQ
RHKLRVHSIAPDGHCLYASIAHQLGDASTYTSLRQLAAQHLRTHPDEYRPFLVDEATGDMLTDDGFRAYCTKIESTAEWG
GQIELRALAEALRRPIAVYQSSSPDPLVLGAEFGPIDQALRVSYHQHQYGLGEHYNSLVPLTK*                
>Amac_AMAG_14527                                                                
MDDLLARHRREAKALQATLTGMRKQAQADKKRKKEILAEMAKLEADLKAKHAQEVSEFEAAGSSGNSKDPATTTFANAMD
GLAVSAGAGAATGGAGAEPTAAPAPVPAEQPKGKKPNRQQLRKQRKEAAIEQLQRDAAAEAANSVNHEQIEREQLQVLLQ
RHKLRVHSIAPDGHCLYASIAHQLGDAPTYTSLRQLAAQHLRKHPEEYRPFLVDEATGDMLTDDGFRAYCAKIESTAEWG
GQIELRALAEALRRPIAVYQSSSPDPLVLGAEFGPIDQALRVSYHQHQYGLGQHYNSLVPQTK*                
>Bden_Batde5_25004                                                              
MGHKKASKSTTTKNYKKHQKSEYTDDNSEQLERQLADLGLAVKDMTGDGNCLFRALSDQFFGTPIHHHRCRTDTVQHIRS
NPTLYASFIEDNHTIDQYSAQMLKPGIYGGNIEIVAFARHHNLHIAVHQAGLPIWVISDASETAKTVDVGDIGCNVQTQS
RVLHIAYHSWEHYSSVRNVNGPFVGLPCIVITPKCDSTSRDTKKKALWDRDPTDPPTKLEIIAMQTTGVDDLEHVRKLFA
KFRGDVGKVIDKLLADQEAVKEADCAFALVSSAHDGNVGNDQQESKDAVIPSDADPSAQSDADPPAQSEPPPITLPPQTI
TSQKPKRLSARDRKELSKKTRKANALQNKRNKNVDSKANDDPTVTGSNFIAASIDVLATRIDYTYI              
>Bden_Batde5_86440                                                              
MQERKAAKWEDMRLEAEAEAANAPNFRAIEQTAMDQVISKMGLTIKQIAPDGHCLYNAIADQLLLVDSQSSWNYRNLREL
ASTYMLNHRDEFINFLATDDGNVYTNEEFDEYCRKICDEAVWGGQLEIQALSQALQHPIHIVQSGSPTLEIGEKTKNTKP
LIVSYHRKAYGLGAHYNSLVEI                                                          
>Bden_Batde5_9386                                                               
GILVVREMKDDNSCLFRSIGYLLENNPEISSKLRNVVSSKILADPIHYNAAILGKDPSVYASWILKPNSWGGGIELAILS
EHYKVDCSFWCFLLLCLLLGENQYESRIFVMYTGIHYDAISWTPAENAPHDFEQRLFKNQEADDIARGAIKLAEIWKTQR
KFTNMVDFTLKCGICLLPLVGEKDARAHASSTGHTSFSEY                                        
>Bden_Batde5_91975                                                              
MTDREVAHEALLARHRQENKELIAKTTALKKTIAKGASGKAQKKQVQDQIAQLQNEQAERHSQEIAADTAILDGDIQCES
EKERKAAKWEDMRLEAEAEAANAPNFRAIEQAAMDQVISKMGLTIKQIAPDGHCLYNAIADQLLLVDSQSSWNYRNLREL
ASTYMLNHRDEFINFLATDDGNVYTNEEFDEYCRKICDEAVWGGQLEIQALSQALQHPIHIVQSGSPTLEIGEKTKNTKP
LIVSYHRKAYGLGAHYNSLVEI                                                          
>Spun_SPPG_06149                                                                
MFAAGCRTPKGQQVVGGALGSQSTLLELKREIEKVSGIPAAVQQLRFGFPPRPLPFTTPDSATLESCEIRDGEQLTVEQA
AVSEQPVAGVTSDRKTGSDAGTGTPGLRTLPNGEGVPLEDGFLVVREMKDDNSCLFRSIGYVLERSPEAANKLRKIVADT
IVNDPINYNEAILGRNPLAYREWILQPNSWGGAIELAIFSDHFQVEIDSIDVATLRIDRFGEGKYTRRVLILFSGIHYDA
VALSPGKDVSEDFDQTAFEGGNVEKILTAGVELARIWNEKRKFTDLANFTLKCGICKKGLKGQKEAQAHALETGHASFTE
YS*                                                                             
>Spun_SPPG_08312                                                                
MSTTDPSPVARNESLEDVLSRQRREAKELTGRITALKKTVGGNKQKKKEIQAQIAQLEKDLSERHERERADAKSKVTGPD
EDQTQNNVGVVEAINSPDGSSMASESSSAVQDKARKPNKAKLRKQRKAAEFEEMRRQAADEAADMVNHKEIEDEAIASLI
LPLGLSITPDGHCMYNAIADQISFRGKGEPMSYKDLRSIAANYLREHPEDFVPFLVNQDGNPYTPEEYDKYCDEVENTAV
WGGQLELQALSRGLRRHLQIIQMGSPLIKIGEDFPGEPLMLSYHRHAYGLGEHYNSLRPVVE*                 
>Npar_EIJ88139                                                                  
MKFKIIGGSKTFVFKIESDKTVSDLYDGVEGVLGDERFLFKGMSKGFVERSEKLISEEFSNLECIYAEKSNVLKGPVETA
TNDLYDKDLNFSILEVPGDNSCLFHSLSDLLNAKSSGELRKIVANEILKNPKEFSPYIEKAPFEYSNWIQDPTTWGGAPE
ITIISKIYKTKVCVIQRDLVTYGFGDEFRSVVYLSYSGSHYNAVIAKTKSGSVTYKFPCGDKWAEDKAKEAVRNFFGV  
>Ttra_AMSG_00087                                                                
MERDAWRVAAGARVGKDLREDSWEGTSYTGKSGASGASASAVYARFGETSRQTANFDPRPKTYRTKAPEARAKWLPSSDV
GGPAAPTPRVTVAKDITSRFEAHGLTVYRIAMDGNCLFRSFGFQLPGWGQGKHAELRAIACDHMRKHSELFAPFCEAEVD
SSFEEYLDQMSKLKTWGGEPELSALAHHFRVTVVVYDAYTTTSLQVYNEGHQPVILLCKSNGHYNAVIDNDVLSPTSQVF
TPGHRNLAAIMDAVFPESQPTPVGAVSAGQPAFAGPLPTLPATPIDPAAPPLEDMFVAVDDPEAVPSEPLAEESLEDKMA
LRIAEWTATLTALEDQDVMAARDTRSAAPPPLAPAAGLRKPGGKRKLSIVIPTKP*                        
>Ttra_AMSG_01755                                                                
MAASELIRVGGSDAMWVVVLVLVVVAVGLWLGVVEARFSPSLWCGRLMRGLSLIGHPGLGEEAMDEDELEWWAHRIRLDE
GLRRDQLAEYDIEPDGNCQFVALGQQLFGSLECGAWVRATVLDHILAHPEAFAGFVPGGSLADLHKHVRSMRTRGAWGDH
LTLTAAAQVWGARIEVVTSAPADADDPDNPAAPLVIEPPGAVVWPRTLRLSHIAHEHFNSVFDLAELRTLRLGLDLPGWN
DANLGPRPSWLSRPVVFCYSPDRFAVLPDRDNGVSLDCMERLG*                                    
>Ttra_AMSG_04469                                                                
MDTWQLRVRAPDGSQTVTLAPSSSVADLRLAVEDVTGISVPFQALKFGRPPKLLGRDGDELTLEAAGLANRETLMLSVLA
EPEVAAVVSSIQEPALSSTRSGSSPASSSAHLPPAHADPELPAGGWACPACTFSNAAVMPVCEMCGSPSPASQGKAAAAL
VGGMRGPQLHTSGTMVRRVMADDNSCCFTSISYLMYGDRGRAAELRELIAATAGADPERWNAATLGKPVAAYQAWIRSST
SWGGGIELAILADYFAVEIAVMDAQTMRMDVFGSGSDYSTRIYVLYTGIHYDALALAVSESAPETADVRTFLPDDVYVED
LARGVVAHVNSAHGFTDVGSFALFCQDCGTVLRGQKAAVEHASKTGHGSFVEYRE*                        
>Ttra_AMSG_05980                                                                
MSACPVEHDMSEAEFEEELRKERGFVIERMAEDGNCLFRAVAHQVWADPERHDLVREQTMDWMARNREHFAQFVAGDFDA
YIRHKRQLRVFGDHAEIHAMSEIYNRPVEVYAYDTVPLNTFQGRSTSSTNPPIRLSYHSQNHYNSIIDPAAPNFCVGLGL



PELSTPGEAEARLVRRAQEESELEDAEAQLYSAVVMDDVIQESENNAVDDAQLQAALQASLVDMDVAPASPTVPDDAFLQ
AAIESSLAESAQAEDIALREALQASVLEFLDPFGDDDNDGLGGASSSRAT*                             
>Ttra_AMSG_09068                                                                
MTPPTPAPHAHAHPGCREEERVREVMPESKTAARSRQYKEVQALDKQMKALIAKAKKARDKKRKAELIQEHEQKKAEMLA
RHEAELAAIEAGNEGGDVGEAPAEAEAEAESEAEAAAPDAAASAEAEEAVPAPAPAPAAEENKTTSESLGSMKKRHAHEM
RTMIKEFDTKIKAAKKKKALKRELQVEKAKAEAEMEARHAAELAAHPDNSGEGASGAAASSGADGSEAAAAMAADAGTGF
RITVGRKSKSQLKKERKAAEVAKRRAEAQAAVDALGETKRQKEAAAIADRLLPQRLRIVSIVPDGHCMFAATLHQLGEPA
SEVMALRKQVVDHIRANRDEYAPFMMNAAGSTMTDDQFEAYCVRMETTPAWGGQLELAALTAVVNRPIHIYNAQETIVMG
EDKAGDPLRLSYHLHELSLGEHYNSVVAFPDDA*                                              
>Ttra_AMSG_09261                                                                
MSSVKAAERKARNAARKARDRAKWARDENVYSANFVKFQKQMESLALIIKDVASDGNCLFRAAADQLYGEVTSHAEIRAA
VMDHVAANKDLYQWFVEDDEPFDDYVAYMRESRSWGGQIEIQALSMVYSVNIIIHRLNEPRWSIINFPEDTRTLHLSYHD
QQHYASVRPLAGPLTGPFDPIPAAGLVSGAPKVPAAKPRDPGAPTDEELVVMQATDMSGPDALCIVRDTLHDFMGNVDAA
IEYLCVVKYQSPPTIDAAAAAAAAASASASTPAVAAALSMPATDAACDAADGPAEPTVKPKRMTKRDKKRLKREQKRLKR
RDAAVADQAAAAAERAAAAPDANVLDFGDIGV*                                               
>Ttra_AMSG_10200                                                                
MAATGGRATCKAPECGFFGSQNGYCSQCFKSRNSIIRNKMSAARAAQERTQLELITLQSQLEANPGMMAAVEDRLLVLTM
DLTRAEADLAEAEAEMDEFLNPAEPLGGGGADDDGMSEALRRSMEEETLPAVRRFSASEPELASALRTMLAGLVIDDEEH
GLRAMAETPPVFVVPAFGDATMQALVNKLLIDEYVTARTEADDAGVLNWRRSETGASRAVVLHTLGDGNCLCHSASLLLW
RVHDRTTVLRSCIASTLMPSSSSDAAAATRKRIDVALGIQEPSETALASQWDEQLGLVMTDHGASLRAGYLTELHAFVLA
NVLRRPIVLFGDHDALLAGMVGVYLPLLWGDPGLTSRAPLVVLFNGAHFSAVTTVQGTSGGERRALLLQTKAGTLPPRFL
TPDEHIIADDLLAAWLELLPESEAYGAPLVALDPLSAHDPVHVFDPEASSASSLVATLQRQFFVTMRNETSAASATPVAA
ATPRDGQRAFAFPDS*                                                                
>Ddis_XP_638388                                                                 
MSHSANFVNVQSPPSYIQLAQQQQQQQQQQLQQQQQTQNPTSPTSFLAQQQYSGNIPTTASNQQPYQHIPQPYQPNISSI
LQPLPIRYIYVNQLPLAQQQQQLQQNQLQQQPPNVIYQQQPLIVQQQQQPNTVQQQQQQPPQTIQQQPNMAQPQPQQTQQ
FTMEQTFQNILNKIKDKFDKFTTNHVGQDNITFNNAQLPIAKECNTILLKLQNNRNIHTSSLPFTLTPEVYKPPEFFTKV
DIIQYHLSGLASILVLMKLSQVDPSFAKQINLMTVKSKFMIEMLAKIFQQQLDNRNNNNNNNTMSMSITNSTVLSSQKNN
NPIIIYFNQQFENIKQLKDYFETSDISSNGLVFFTQTLFSMLTGRGYFWYIGEEVTKQLKYKIFETIYDNLFRTVMKCTS
ETKYKYNLGCFCYSYFKIIQSDHQVTSARFVTQKPQIKDDLYKYLLHYLSLSNDQLSRALSDVPISDSTIWLIYAKTCCL
LNQEEKAQIWIQYFINEATDRVTAAAMIQLDEDIAHYHSKSWYVDIMKSIEEEKKKRIEEDDRLNKQRKQQQQQQQSNSS
SPHIVGGHVQDQYSEIKTNLLLEGLVLKNMNHDASLISSNVLLNLHPLPQSKEVQIAQQRLNERLELYMLKNSKEIPGDG
NCQMHALSDQLYGDLSHSQEVRKTIVDWLRKNKDFQLPNGATICQFVNTNNWDDYCNDMSKNGNWGDHLTLLAAAEHFGS
KISIISSVESQSNFFIEIIPSKILNDKVLLLSHYAEFHYGSLCPLR                                  
>Ddis_XP_641826                                                                 
MGKKKTNKLVVNLSDDEENEIKNEENIKKDDEKSEENNDNNDNNSDNSDDDDDDDGDNTEKVETKGKMVQRHKMEIKKLQ
QQIDKLNHAIPKKDKKAKSDLLEKTKKMEDDLKKKHQQELEQCEKLNKTTQSIEELNLEQQQLQQKQPSKAYLKKAQKLK
QEEERMKQLEEDRKNHVSKGVIEMNDFLAKLKPLNKTVKFIPPDGDCLYQAITNQLLINKDINEEESKSYAKKLRTIASD
YIKNNRDEFLPFIISEDEYSTAEDPIQEYCQEQVLTIGKWGGHIELKALSQSLKKVITIFNAYSNDIIIGEEFTNPIYLT
YHRHAFTLGEHYNSAIPISN                                                            
>Ddis_XP_642762                                                                 
MSSLEKIDQQLSLLNLSRKEIPKDGSCLFRCVSESIFGTQNYHSRVRNQCIKYLELNRDLFEPFACIHNPWEKYILEMKK
DGTWGGEVELQAISLIYEVNFIIYIGNGTTNVNNGFKKDIQLAYCHGEHYDLVIDSKSLQLYTNFQSLVYEILYKAIDKQ
YPLLGIPYSNIPLKVWEADDKIKQIRDSKIVEKLLKTQSVNILDEYEINKNKKKQTNNYNNRNRNVKTSSDTNNIDNNNN
NNNNNNNNNNNNNKNQSGKRRNNNNNNNNNNINNNNNNSNNNDKRGKNYLLLSTDSNESIESSASERQLSTSSSPTNELV
DQQQQEQQQEQQQPEEVDEELKEIFRQIELQELEEQRLIGLEKHFPTLPPSNHPKQNKLEMFEASNQTTTTTSTTSTTTT
TNTSGDNPEVEEKPIVVQPPVWGKPQNWTEIISTAEQQQLELQQQQLQQQQQQTENQTSQNEPLQIKSTHRNYNNRNNNY
RNNNNNNNNNNNNNNNNNNNNNNNGSNNRNNSNNNNTSPENNIGDNNATNRYKNQNNRRNYNNNDNQQHKQQTQPSK   
>Ddis_XP_647399                                                                 
MVKGNNNNKRGSNNNNNNNNSNNKKLDRQVKASLRKRKERLKHGDESWKRGIVKFQQQLEPFGFIIKDVAGDGNCLFRSI
ADQLQDAPNEHRKYREAICKYIEKNKDMFAPFIDDEEFESFEEYIQEMREDATWGGHVEIQAASLAYNVNITIHQMDQPR
WEIVNHFPPEKNKTIHLSYHNDEHYNSVRPANQSLYPTKSTSSSPVPNFDNKQTFQPSSKGGKNNNNGKNNGKNNGGGSF
DYNNNNGSSSFDYNNSGGNSGNFIDDSVYEIMTLTGETSVKNIKEALIDCNYNIEAAVEYLLALSLSKDDSVVENSSSNN
FDDNSSVTTTDENEIDENKDDNINTTTTTTTTTTTTTTTTSNNNNNNEKASRNPYKGIKKKENEEKKENQDESNAHLSNK
QRKNLKQQQNTKPKREVHHIDRNSIVDDSVVNLGSLNI                                          
>Ddis_XP_645629                                                                 
MSLISIRIRSKTGVENIKLESQLKLKELQNIIEEKTKISTDTQKILYGFPPKALDLSNQDAVISGFLANGDTITIENVSS
ISSNPGVDSVTNDKVTSSTNSFDRNIKSQPFISQEEEEDGGYATRRVTDDDNSCLFSAVAYVLEDKNRLKGYSLRALIAQ
NVKSDPFEYNEAVLGKSNEGYCNWIQNPKNWGGAIELSILSNHYKVEIAAFDISTQLMYCYGEDRKYTERVYLIYDGIHY
DALSICLTKNGPEDFDITRFSVDDKDSLAKMKVLIEKEFKAGKFTDTAKFSLICLNCNKTLKGEKEAAIHASTTGHGNFT
EYKKR                                                                           
>Ddis_XP_637997                                                                 



MRIVVQRKVNGNNNNNNNNNNNNINNNNINNNINNNNNNNNSSHNNNNNNHNPTHNNSNNNIIRNNDNLINTTTTTTTTT
TSNNVNNNINNVNNNINNSNGNNNVNNINNSNNTKKKKSSSPNSSTYISNNNNNNNNNNNNKNNREIRNHRNNHSDEENS
ADEYESNSYRHHTKKRDSTNLNSGGISNSGGGGNGNININNNIPFNDEKTFEENLKKSKGFIVRKMKQDGNCLFRSVADQ
IYGDQEMHNTVREKCMDYMEAERDHFSQFITEDFADYIARKRTDKVFGNNTEMQAMAELFNRPIEVYSKTIDPINIFHGS
YKGNYPIRLSYLHGNHYDSIYDLNNPSVGVGLGFADFHPGAADKSQMETAIKTSEFDLIDQQIYDESLLETDWKETELEI
EEAVLAASRAEYFEQLFKQKQQQQQQEQNQQTTTTTTTTTTNNNNNNNNNNNNNNNNNNNNNNNNNNNNHFNYFGGSNST
SNNNNSGFHRFNNNFNFSSNNNNTTTTTNNNNNNNNNNDNNNNNNNNINNNKFNCFK                       
>Ppal_EFA85119_1                                                                
MGKKGDNKKGSNNNKVHDRKVKQGLRKKADRLKYGDAKWKQSFNAFLEQLEPQGFTIKDVAGDGNCLFRAFADQLEDNPE
QHMKYRQNIITFIEKNKDMYAPFIDDEEGETFEDYIAEMRKNASWGGNIEIQAASLIYQCNITIHQFNQPRWEIINYVGD
KYRMIHLSYHNDEHYASVRPTRPPSLKDKQQQKEDGPPKPNMEAMGNTYQTDAKNYIDDVTYEIMNATGVTSTKMVREAL
DDCDGNIEAAIDYLIALSATIDFDNENIDNNTTTTTTTTTTTSSSSNKPSKESKNPYKEQVKLQKQQQQQQQQQQKEEAK
HNGHQSNSERKRQQMAAKEKENNNKQRQNHNIDRNSIVDDSTVDLGTLRI                              
>Ppal_EFA81226_1                                                                
MSISIRLRSKSGVENIRSLDPKSSISQFQLLVFEKTNIEPANQKILCGYPPKPLDTSKQDTLIDGIIVNGDTVTVEETTG
GGGSSSNTAPTTSSSSSSGVVSSSNNKPREDSGGYIVRRLTENDNSCLFSAVAYVLENKNRAKGSHLRSVIVSAVKSDPL
TYNEGYLEKENDDYCIWITNPKHWGGAIELSILSSYYKMEIGAFDIQTKILYRYGEDRNYSQRVFVIYDGIHYDALALCP
YENGSENYDKTIFATTDEATLKKAIDFVEKEHKAGKFTNTANFQLICLDCNKILTGEKEATIHAMQTKHISKFLLKVCLY
K                                                                               
>Ppal_EFA80042_1                                                                
MNNNLQLIDNQLLSLGLVRKEIPKDGACLFRCISEYIYGTQIKHRYVREKCIEYLEKNRERFEPFACINDPWERYIELMA
KDDTWGGEIELQALSLYYRVNFVIYIGTTTTCVDNSYPITISLAYCQGEHYDIVYPITHMNLLKSMQSIIYELLADTPQL
AIKTDTSQWYNTSIIWWEEEVKIKQKKDMKIVETLNMNKRVYINPVDEFKLKQKKEKERLEREKEKNKKKAQQQQNKNRS
IIRSSGDSDTSSGGGGGSNSGSIPSSPAAPSSLNNSANNNEVIYPAMEEMDEELRAIIKQIEQQDIEEQRKLGMEKHFPT
LAGGKQNRNNKNRNQQPSLPSPSSSPLNNKTNENQATVQPTSTSSTTTTTTTQDNNNNEELSTVTVTIAPAWKTAQDWNQ
VKNMPVSPTPTTTTAIPTTPPTATDQSSNSESDNNNNNSNNNSNSNNNFQFKIKNKNRK                     
>Ppal_EFA78979_1                                                                
MTRIVVQRKVNNNNNNNNNNNNNNNNNNNNVHINNNNNNNNNINNLNVINVNNVNNTSTTTTSTSTTTTSTSTTTQATSP
KINQKNQHFRDRDRDKERDSNSNNNNNNNNNSFHVNNNNYNSINNNNNYQKSSKKKSGNHFSKSNNNNNNNVNSNNNNSG
NHSGCSSTTQSDEENNSADEYEQPIRRSSNYNQNNNNMNNNNNNNNNNYNYHDSSSSSYDERLFEEVIKKKKGLQLRKMK
EDGNCLFRSIADQIYGDQEMHNVIREKCMDYMQQERDHFSQFITEDFDDYIKRKRGDRVYGNNTEMQALSELFNRPVEVY
HKSLEPINIFHGTYKGNSPLRLSYRNGNHYDSLADINNPSVGVGLGFPDFHPGMADKSMIEKVIKKSDLELIEKQLNVSK
DKDKERDRDRDRDRDRDRDRDREYQNFHYNHYSNNNNNNNNNNYNNNHK                               
>Ppal_EFA78589_1                                                                
MGKKKPNKLLVVVDDDKEEDDNVVQKKEEEEGENEKVGDDVENDEDNDDDDDSKLESKGKMVQRHKMELKKLQQQIDKMA
HSVPKKDKKAKDEMAVKTKKMEDELLAKHKQEMSRFDEEQKKVEQGINDLLISNNSESKGPSKTQLKKQKKLEEEEARAK
QLEEDRKNHISKGSIEFADFAKKLTPLSLTLKHIRSDGDCLYNAIANQLLVNGAIAEKDINGYQKKLRLLAANYIRANTD
EFLPFVLAEDDFEESDNPVEEYCQSTVLKDGKWGGHLELKAISHSLKTPIVIYNAYSPDIIIGEEFFKPATTTTTSTTAT
STSSSSSSSNNNQVKPINLSYHKHAFTLGEHYNSVIPLPPATTTTDE                                 
>Ehis_65_m00146                                                                 
MIQDGNKKVKIEVEEDCTVGELKCIIASEFSIEPDLIGITVLNKEINVFDDELVINVGIKNMTMIRISHLDQEEKKVKQG
TSKGGYIVKIDRLKWVPIRRKMAADNSCLFHCLEYLFYNKSRNDPYHIRQEVSEIVQLYPQKFTTDYLGQPNSLYYQNIL
NPKIWGSNVEISIYSFLKECQIIVFDFENKVDITYGDKSLNRCCFIIFTGNHFDVLCLSHSLNSPENEDMVLFNNEDEEV
KKKMKNYILSEYPKFHFTF                                                             
>Acas_g93                                                                       
MGKGKGGGHGGGGKGGRGGGGWKGNGRDGRQQHKYGDAGWEAQYRQLGDQLRALQLRIKSIAGDGTAVSDQLYGHPNNYA
SYLRNMKQDKTWGGNIELQAMSLLFQINIAIHQLNSPRWEIVNFAGGKTIHLSYHDGDHYASVRPIGESDTGVPSVQLEA
ARVKVVGQEDGAPPPASSGVPAKKKSKKELRLENKAKKAQWAQQKRATTTASASSSSSSSSSSSSSSSSAHTSTNGKPST
SYSSSSSSSSSIFFIIFFVIVIVIFDASTFILFDCIVANVVVSVVVCLDVARATLRDLYGDVIQAVELLLLLAPHEREKV
ALPDTTMVSGDNEKLNDDNNDNDEKHAEAEAEFDYGAYTDYNDYSDYSDYSGGAGARVEVEEESADWRDYVTPTHHQRGG
GGGARRRGDAQEDEQNSKRREAEAAQQQQKQKKKSDEPSPEERLRILREKRTLTNKERKEKNKLEKDVGDLLDRKEAAPA
DDNSSAEPDRPPDLGTLAI                                                             
>Acas_g257                                                                      
MYPSASSTSLAAAAYEDPDGECPICGGKVRPRDLLQAHVDHCLTQMERKESQQQLKAPSPGSAASSSAKPTTPPAARADS
QQTKASAGGSSGGGLRGLFSRSRRVASVNVDIKNEYKQLRKAIMETSLALCTKREAVQLAALAMRLDIAHEECRTKKPKE
ELDLYKREKQKPSLGQYYSPHWLNVSEPSELAAELLSELEQLEESLAGKTAQEVQTGLMTDYVAQCQALPFYGMTVFSND
KKADKKEKKTKTKKEKKQAKVKYEKVPVSLGITRECSLIKIDERNEVEMAWRITQIKSYSLMLREGREKKRAAHMPSPYD
FIMTLDFGHFFPHYLQLLNRQPKGLLGKTPRQRLRENAMIRLADESEDAIRLIYVQIHSYIQQASGRAREERRRMEERLA
LYGLRERDVVGDGNCQMRAISYQLFQTEDKHIEIRKAIVKWLQNNANYAVRETSTGRVISRLIDFLETDYHRTWSDYCSY
MSKDKSWGDHMTLLAAAEIYSVNIWILSSVDITNEQGEASEPWSTIEPHLSTAQRMIRLAHWHEKHFSALAPAS      
>Acas_g1544                                                                     
MKPRAKLPKSGGTKATKPANKGKPKAKAQPPVKAREEEPHATTSEEAAATTSTAVTAPVEDAPECPNAFAKAEGEEEERN



DADSAEEGEKGADGAQTRARMLQRHKQELREVKKARGKSKAEVKKMEHELRAKQQAELHALDRELAALRPKRVPKPPSPK
VNDSDGSDDGETGSSDDDDAPSPGEKGPTPDSGEQQKGPKKPSRAARRKQKREAEDREREKRIEEERKNAGPSAKALEIR
RLMDKLGPKGLRITEVAADGNCLYSAVGDQIKRSALSGPQSIVELRRLAADYILDHPDDFLPFLIAGEELPPGGLKKYCD
ELKRDGVWGGQLELRALAQSLKVPIVVHSADAPELKMGEEFQRDPLQLTFHRHYYALGEHYNSVAVAGEVNAE       
>Acas_g2291                                                                     
MQPSGSWCASPHDDMPLWKTINQDYCVLNELCDVHYPRLMSNMRRQSEAYAKQRSDSNQMAPEAPGSRIAVLEASIQELA
ELKCQLSSVVERVRNNLLAYALSEDFSEHELAKVLQPVALRAYAYHVADLLGKSKPKDPYTPFHAIIQTLEQASNTYKIV
KLLHYPTITKTAFLLYEKTKGKPQKDLSKVTLPNWPGMYCCFQSLRKINDCIKQEATRSNGGLCAEEASFLETKMQIIKC
FLFNSPEAHQSIQPKQVEELDFDVTPFLHKQEYELMFEFLSASDYVMDSFKRLVTDHTPYTIHKIDGDGNCFFRAVVRHT
YPNITRAWEDALSLGLRKRLNTGSEREMQAHGKGAEYQFHGFVIENVNDSLTMAKAGVWADHIQVQKLSQKLQRPLELFT
FDDVALRMDRQGKLRPGKDYMIGTEFGGPPISLYYTPSPGHYEVISLPQPAELQTSVEEDLQQIESIVSSTPPPHLELPA
QLLCSVYFRLEAEVGLIEECARSGWLSAREIKQAIDAELRERAGVFFARFFRYRQIILHLGVPYLLKYLDQKPDFNLHAE
VLYQLLEPKPDSIESLLTRLSSRVTHACPAGVLATAQRVSAAAQQHQQPTTIVIGSPPAPPAAPVKATPTPTPALRPTTA
ITTSPLLLAAYNTPMMNPSAQVYCTLPPPREGPLLASPHTSVQHWVEWCSGIPSDKLQLRDSYVTGGSLKALAEALADTN
FDHVMLYRCRFDASACQVLGEVNAWPLSLKRVELHNCMLEDRQVVSLNNRVKPLGCTEVPRMQ                 
>Acas_g3243                                                                     
MYDSEGEDDDALLFPTSTTTPSRPALSDRDAKKPRKSAAGEDGYNSDDEGRQGAVASHGTLPEDEGAFEEDLRRVGYHIK
RMTGDGNCLFRAVADQVYGDAEMHDEVRSRCMDYMEKERDHYSQFVAEDFTEYVRRKKRDKVFGNHLEIQAISEIYNRPI
EVYAYGHREPINIFHKHYFTEYAPIRLSYHWGNHYNSVIDPENPSVGVGLGLPQLNNPGLEMERAIEQAHVVEASEWEAT
QKQLEEEVLRQSALEANVAVPGIDREGDFFMGEGELKAALGGASLDPSAGSGLAAFGDEDEQLAAILRQSELEYWQSLSR
E                                                                               
>Acas_g4661                                                                     
MEALRRVGLGLLAAPEVRKEEDALNLALALSLSEQEQRLQAVAALPKKLRVSLKRALEEADSKDRDVEISCGAALGTTND
DDNTPTIELDLQDAESLSSRNCQFASLSDQLYRTPKMQGVVRRLVVQQLTDNPDYYARFVPGDYKFYCWKMSQNHVWGDH
LTLQAAADRYGIQISLITSYKDAPYMHIMPREIKSCRILWLSFFGELHYNSLYTEEDIALRRRMDEKNEACVLF      
>Acas_g7317                                                                     
MDEEDVLLDSYLSSLKLARKHTPKDGACLFRAVAEHVYHTQALHGVVREECVEYLQEHHKDFAAFICVNGRPYDDYVNKM
RKPTTWGGEVELQALSNRYRANFEIYQLGEQVMKIDNGFSTTYQLCFSHGNHYDIVYPERSGAGGGPPPVASSAAAAGGD
GWTYRNVELECWIEESRKQEMEDILLAQTLALNGAGTQYNGVGGASSSPTGDGEGEFQRVGSKKKKKAPLVSNTHSFPAL
RSRPVAAAVAQPVASKSKAPEYRGPSSVEHVFRTVAAEESPWVLKRRQQQQQEEEEEEERKRQQQREEEEEQASAAAAAA
TPHPARRHRLLSRRCCGPAASSASASAGAASPSAGASTTTTTTTTTTGNGAPPPSSSSSSTTGTTGITSNTITITTTSSS
GAAAAAAANKWGAKKDWKQHLESAPPRKPPTDGSSHPPASASSSVTTSASSSSPHAAAGSSTHRSSSPPARGKPTAGAAP
SAGRAPSPATATGSGSSSRSRRPSSAPPQQQQQEQEQHAAHVEGPSSSSRQEPSTAASPRPPEGDVTAPLPPAELQKLPS
SPPPSAAAFTTPPAASTAPSFTWAALLKATATATKKSHHQHHHHQQQQQQPGVGATGGGGGSSSAIELSSAGGSTASSSS
GRADGASSSDHPATAPADVERVPVLLPQQQRRRQQQQQASADAPSLAGQQERQQPAMRALPDPKEQQRRTTTPSASSSSS
SSSSTVTGGGGGPQGNPGPGQSAAKYSPSIPLYLGGHVMVAPPDEDTEREAFHVPFSFGAFQQQPAKPSSSSCAGAASKV
VVEGVDLEGIVNLDITFGDFGASSSSSSSASPVAAASASPSANHPSAAAAAGVASSNASNSNNGAVHLLPEMHSDTPSSN
HQPVLTSGSGSGSRKYAAGARHQAQRGGGSAGQHYYAPGGVHHYGVPYGTAHHHHNHHHHQQQQQQQQQRYGTGGYPPYH
HHDVVDPYGVAPHYEGGYNPAYDHGLESFEEYPEEAFVAPHHYNAGPSPHEESALSDPVREVEEQ               
>Acas_g7717                                                                     
MNLRVRSSEGVKNVRNLPTDIRWAAFVQSIAQATSIPASNLLLKVGYPPKPLLVSDGDALVFPALVTNGDTITAERSAEP
PSLPAPPTSVPATTPPPAASTEAAASAPSTAAPPVSRPGTCWRGHSRTKAPVLRKLISDIVRSDPVSFSAAFLGQANAAY
AEWILQPKTWGGAIELSILSDYYSTEICAFDVATTRMDCYGEGKGYKQRVFLVYDGLHYDAFGLNFAPDGPEDFDTTVFS
PRDDYVSNNALSIVRSLKEKHLYTDTGSFQLLCGDCQAVLIGEKGATEHAMSTGHTNFTEKK                  
>Acas_g8141                                                                     
MNDVVVRVLVPLDPNAASSSSKVAKTAAPAGFEEVQETLPGIFSLKVLKHNLCKRRYWNADNYRLILRTFEDEVLLEAAD
EDVDVDDDVGRNKGGGRGQAQAPLADRKEGAAGGIGGGMNKKVELWTWLQDEDTSLMDIPGIAGGGEVYLEARRPDGGWP
TDRFDPVKAALVKAEQARRRQANQQRRAKQQPDMKKVNLFAVVDDVSTTTSTGGGGGQRQQATEKTEATGQQQAAPSGWS
AFLQQGRDFLSGAQGGGWYDDEDEWEKPQQASGFPAFSAPPGYQMSEEEQLQAAMMLSRVAADEDADKEQDFEGLMLSKG
LLIKKISDDGNCLFGAVADQAYADPALHAELRKQCLDYMEKDRDHFSQFVTEDFEAYVLRKRCLGVYANNPEIQALSEML
GRPIEVYSYASEPMNTFQGAGGGGARPIRISYHRGNHYNSLRSLDPTTEEAPLPALAPSGAAAATTAPPPQATPAGEGEN
ACFLCGQQCVDYEDLQIHMFTTCEKKDLL                                                   
>Acas_g8930                                                                     
MQGPRVVAGLNTEGEVIRRVVAANNHCLFTSLGYVLEDHNRDAGLKLRQVIADVVKSDPETYNAVFLDQSNEDYVKFILN
PESWGGAIELSILCKYYQTEIAAVDVQSLRTDVYGQGEGYPEARPTLAPMGRNDLTLLVINRLFTCRVLLLYDGIHYDPL
ALTFDASLPEECDKKKFTDTARFTLQCMICYEGLTGQQAAVAHAQKTGHTNFGEVGP                       
>Acas_g10321                                                                    
MSDLGEGSKENGKKKKDEGSHDKKHALLQKLDLLRGMKRLKDKSKSSHAAPQPITRQNRTGTTIQGGPSRPAELPRSTSL
KGVNSRPELVRSQSLHVWRSDVRNDEETPMWSMMGDSSFQADMSRQDLTELPESLFSRNTLQILDVHANKLTSLTSDVVK
LTNLTVLVASHNLLTKLPKSIDKLSKLIILDVQNNRLTKLPKSIAKLKAVSKLFLNSNRLAQFPTAVVGMHELHTLNLSY
NFIASVPSDLCRMRSLKMVRLAGNFIRTLPPEFWEFEQLEKVDVSNNLLTNIPTDLSRLKNVIELCIGYNKFTSFPEGLT
TLPKVEVLSVECNNLTEIPQSITNLAPSLKKLHLMSNRLVDLPDHFRLLKNLDELDMRGNPLGQLGFGQGEWKKVLVELT



SLKTLLTGAAPGQKAKVLIKPKENYGHLAPGGEEGKDEEHFQIPNGSLGRRARIKGVHSNGNGNIGLPSAAPPATEGNTF
DMFRTMGHTETAKDELLKQLDDAAKGLQLTEPGKEKVDLESSGSDVASSTRLSVVSEDGDEEEFLRELEDNEVLPRDSSL
LIQEYCAVEDLNKPGLQRAKKDAIQQEVLLPPITATVRASELTVGIAPLAPTQDAHCEHVPLGDKPEHALFCVFDGHGGK
EASNAAIGLMPQQIMAHMKRLGEPQEDATELLHLAFMSVDNKMSQFEYEGCTATVVLVWRYGSDRYVQAANAGDSSAFMN
CGNKVVALTRDHKLAYEEERERMTRTGVDDNESGMIAVPYISEAIKLTPDDTHLILASDGLWDVISGRRALDLVRTRPAA
EAAAHLLKWCMLFGKKEEALPSCDTTFLVPISYMDDDALNKLVDWETAENLPQSLAEQFPSNLIPLRTTGDGNCLLHAIS
RALFGVEVFNELLRKRMHEELRANAEWYCKVAPQFGEEDWKRILDNAGKSGSYLEFMHIFALSNVIARPIVIYANDGDMD
KFGQGESGVAATFVPSRVGRARCRHRPLILAWQSRAKNHYVPLVQIADREAVRWPALAPAFPNSLAAGETYADYLHFDAP
VIDPPLLKKLEEQRIERQKKEELIQLMSRAFTGQAAKSPRGKGKEKKLDDDIPTVVKAFLDEQGVGYDKHDQLVELLAKK
TLRFIMEELARSQYGVEDDNEEGDGEEDDEEGKTQKQKQKQKSPRVDASAAELPVTPSVAPLPICQHVPKRRGAPVLYAQ
GQLDGIHKKLLQFNTEFLGDAAMGKHSASAAELELISRTLNTLRDTAAYATTNFSESEFALIDKFLGWPAAKLFPVLDIH
RLLILHPRAAEHYVTAHSRSPRFLDDLLARLQISAQNPQANCMIALKFFANMFAHPACENVAAQNAAKILDSLTPLAGTK
DQRIKLPVANVVLNFSSILCDDTTMTSGKRCALALIKQMLQGEEDPETLYPLLISLGTLMYGDRESTTFVTEMALEKLVH
RHRASANAKIAAVAQDVLDLLKW                                                         
>Acas_g12795                                                                    
MADEVSAIKDAFRPRVNTFNSFEENDEYLNGKQLLKKRLDLYTLAEYSVSGNGDCQFASLADQLYRTTGMAAVVRHTIVN
YLRANAERFRQYVPGDYTEYCNTMDKRGTWGDHITLQAAANVYGVEIHLLTSYKDTVWMEIKPQDGAKTQKSLWLSFLAE
LHYNSLYSRQGLIGQLRANETETKLSRYGIQLYADLEKETGQGTGWKQCGGVTVARTQERMTHIKRTLSRMRAFGIEGHL
VSPEEAKKHWPLLSTEGITGALWIPHDGVCLIDLGSQATSSDITSAFAAGAKSKGVKIIENVRVTGIHKSDKHAVTGVST
SEGDIKCEYVVNCGGMWAKQVGRLAGVNVPLHTCEHFYISTKPIDGVDSYLPVLRDPDGYIYFREWSGGIIMGGFEPVAK
PCFADGVPNDFQFQLFDEDWDHFSILMKYSPPLLFSTEFLAHVAFPIDVSFVDSSALERCPALETAEVRQLLNGPESFTP
DNQYILGEAPEVRNFFVAAGFNSSGIASAAGAGKALSEWLIQIPWPKYELQSGRPLRVSPLYERLAARGAQFGSKMGWER
PNYFLPSSYSTLSLMGPKSRELLSRVIAGRDLSNEAFPFGTSQEVPLGITQVRASRITYVGELGWELYVPIESTLLVYDL
LHAKANEGTRIGLRDAGYYAIDGLRLEKGYRAWGSDITPDDTPLEAGLGFAVDLKNETKNFLGKDVLLRQKKEGLEKRLA
VFVIDNDQEVYPHGGEPIFRDGQVCGYLTSVAYGHTVGRSVGLGYVRKLANTATKEDRLVTPDWVKAGRYEVEVASKRVP
ASVSLQPPFDPKNERVRM                                                              
>Atha_AT2G39320                                                                 
MMKSDGNCQFRALADQLYQNSDCHELVRQEIVKQNMSLSTNSQWGDEVTLRVAADVYQVKIILITSIKLIPFMEFLPKSQ
KEPDKVIHMSYLAGIHFNSIYKKNKEKGSRSSSSSSSAVWMKLQRKKENEAKKKEEEEKERKDMEKEEKKKDKEDKKKDK
EDKKKAKVQKEKKEKKEKKNRNHHFHYSE*                                                  
>Atha_AT2G38025                                                                 
MELKSSSNNNILEQLRNGFARFELVSSPTASVSDSISSTSLPASFISTTKGNSYVFFARINSSMNRSPAAKKVEKYAVDR
VKGDGRCLFRALVKGMAFNKGITLNPQRERDDADELRMAVKEVICNDPKEREKYKEALVAITVDESLKRFCQRIGRHDFW
GGESELLVLSKLCKQPIIVYIPEHEHGRGGGYGPGFIPIQEYGSEFRGGWGKGKTNKNVVRLLYSGRNHYDLLR*     
>Atha_AT2G27350                                                                 
MTRILVQRGSSGSSSNSSRPSSSSSSSSGSETQINNNIPVPPVTIDEEITDEKQEEVTVVEKAECSDAKDVAVDSDEPAD
REDDEGLVVAENVHVQSEGIDCDSPVSGGSNSDSPPVPAPPPKPSSTVNPGSNRSVLGSFGALRIGPTRRAAGPRSLVSS
RSSPTGSHPSSPRSHSENEGYNSSDEHMPCYVPSHPGSGLEREHQFEAEIRYSKGFEIRRMLEDGNCLFRAVADQVYGDS
EAYDLARQMCMDYMEQERDHFSQFITEGFTSYLKRKRRDKVYGNNVEIQALAEMYNRPIHIYSYSTEPINIFQGNYSTDT
PPIRLSYHHGNHYNSLVDPHRLTVGAGLGFSSLSGRHVDKEQVKAAIKAQQEHQIDNALLAEGRFYSDLELTEKEIERSV
MEASRAEYLMEWSKPRIGPKESSTSNAETSSSGATGPSGSDSKPAEAVKEKTVLSSSIEMVLSMGFSYAQAMEAYSIFGD
DVDSMVCYVLETSCGGNNRRKGKATE*                                                     
>Atha_AT1G50670                                                                 
MEGIIVRRVIPSDNSCLFNAIGYVMDKDKNKAPELRQVIAAAVASNKEKYNEAFLGKLNEEYCAWILNPDKWGGAIELSI
LADYYGREIAAYDIQTSRCDLYGQTRNYDERVMLIYDGLHYDALALSPFEGAEEDFDMTIYPVGKDRSIGSIEGLALNLV
KDQQRKRSYTDTANFTLRCGVCQIGVIGQKEAVEHAQATGHVNFQEYK*                               
>Atha_AT3G62940                                                                 
MADNKTSEGIVSEETPMDASQEQQHETVEEMLARHRQEIKQLQNKETEMKKAAAKGSKAEQKAKKKQVEDDISKLSTKLK
DKQLKELASQGFSSSSSNNIAKDETTEKKGDIDTLVRAIAGVSVTAQQEHSKPSKSVKRREKRAKEEADREQRIKEEQSH
VKSDRMVENAKLEKKLKPLGLTVSEIKPDGHCLYRAVENQLANRSGGASPYTYQNLREMAASYMREHKTDFLPFFLSETE
GDSNSGSAEERFEKYCREVESTAAWGSQLELGALTHCLRKHIKVYSGSFPDVEMGKEYRSGDDSSLMLSYHRHAFGLGEH
YNSVVLVNNITG*                                                                   
>Atha_AT3G02070                                                                 
MGDSSSSTSWSSKKDTEDDRMIAFMLSEEYSKLDGAVGRRLSNLAPVPHVPRINCYIPNLNDATLDHQRLLQRLNVYGLC
ELKVSGDGNCQFRALSDQLYRSPEYHKQVRREVVKQLKECRSMYESYVPMKYKRYYKKMGKFGEWGDHITLQAAADRFAA
KICLLTSFRDTCFIEIIPQYQAPKGVLWLSFWSEVHYNSLYDIQAAPVQHKPKRKHWLF*                    
>Atha_AT3G57810                                                                 
MMICYSPITTCSRNAISIKRHLGSRLYGVVAHGSSKFSCYSLLSGLSRRHYTGFRVSVSNRPSSWHDKGLFGSVLINRPT
VAPKEKLEVSFLSPEANMKCSKIESNMRNLYCYSRFAYTGVIVSLLVCYSSTSQSAYADSSRDKDANNVHHHSSDGKFHN
GKRVYTDYSIIGIPGDGRCLFRSVAHGFCLRSGKLAPGEKMQRELADELRTRVADEFIQRRQETEWFVEGDFDTYVRQIR
DPHVWGGEPELFMASHVLQMPITVYMKDDKAGGLISIAEYGQEYGKDDPIRVLYHGFGHYDALLLHESKASIPKSKL*  
>Atha_AT3G22260                                                                 



MDENHRNPFANASTSARASGSTSASSNSSFSSSVADTDDDQTIARILAEDESLRREGKLGKRLSHLDSIPHTPRVNREIP
DINDATLDHELLSGRLATYGLAELQMEGDGNCQFRALADQLFRNADYHKHVRKHVVKQLKQQRKLYEEYVPMKYRHYTRK
MKKHGEWGDHVTLQAAADRFEAKICLVTSFRDQSYIEILPHNKNPLREAWLSFWSEVHYNSLYANGVLALPDVPTRKPRR
KHWLF*                                                                          
>Atha_AT5G04250                                                                 
MGYEPDPDALRWGLHDLEVCTLTNAGSCSSVTRYESGGGGTQGYVREGYNQPVTGYVDNDAVIAQFYQDELSRVARAEAS
GINSLSPTSVVAQDWPHPHQGQENQGEAIDITQESDILHNHNGNMEDKNVARIRFEGGQSSPSRDDDSVCSVEIEEESWS
EVGKRLNQMIPIAHVPKINGELPSEDEQISDHERLFQRLQLYGLVENKIEGDGNCQFRSLSDQLYRSPEHHNFVREQVVN
QLAYNREIYEGYVPMAYNDYLKAMKRNGEWGDHVTLQAAADLFGVRMFVITSFKDTCYIEILPHFQKSNRLICLSFWAEV
HYNSIYPEGELPIPEGKKKKKYWVF*                                                      
>Atha_AT5G03330                                                                 
MVSHEENTSIVEWFLGPHPYTYPPYGIEMIHEDDEVAVAHHHHHHQSGEYYREYEDHRSSDVDNDEIIARTLQDDFLQLE
IAESNDYSHQNQQQQHQQEGYTNNYSNNNNGYAWNDQSPAVDYSSEWIGNDNDQDGRSDDSVNVFSCSSPSDTDEYVYSW
ESDQCDADGEFGRRLNQMVPIPYIPKINGEIPPEEEAVSDHERLRNRLEMFDFTEVKVPGDGNCQFRALADQLYKTADRH
KHVRRQIVKQLKSRPDSYQGYVPMDFSDYLRKMSRSGEWGDHVTLQAAADAYRVKIVVLTSFKDTCYIEILPTSQESKGV
IFLSFWAEVHYNAIYLNRDTSETELQRKRKWWRFGN*                                           
>Atha_AT5G67170                                                                 
MAKTKQQKSKPKKQPHQKQGKDCDLSQFRAQLDALGLKIIQVTADGNCFFRAIADQLEGNEDEHNKYRNMIVLYIVKNRE
MFEPFIEDDVPFEDYCKTMDDDGTWAGNMELQAASLVTRSNICIHRNMSPRWYIRNFEDTRTRMIHLSYHDGEHYNSVRS
KEDACGGPARPVVIEADAKVSAASKQAKATESKSKNKADKCHVNAGAIKVVMSGSCCDNTEKAEQVLLQVNGDVDAAIEF
LIADQGMESLTENDTETASASDTINPKHASDSPMENTEQAREELIEEESASGNNSETVQAKCTTQTDDKKIPRNKTCPCG
SKKKYKSCCGTATGRSSVKLLVSQTMESKKGRKNLRRGTSNEVEANAPDVGALCI*                        
>Mgut_mgv1a022809m                                                              
MTVYQIDPDVVRWGLHLIDVCSLSNNGSPETVTFYQRDLSLTESVEEGFSNPTPYYFVDNDEVIAHALQQELSLEDENRD
FLPEIEDESHVPKTNGEMPSVDEATSDHQRLLNRYCFFYFFKLISLLELYDLVELKISGDGNCQFRSLSDQIYRTPEHHK
FVREQIVDQLTSQPELYDNYVPMAYGDYLKQMSNGYMGRSVTLQAAADCYGIKIFVITSFKDTCYIEILPQLEKSNRIIF
LSFWAEVHYNSIYPLGGKKFESNLPLSLIRFAGP                                              
>Mgut_mgv1a004166m                                                              
MTRILVQRGSSSSSNQNKSSTSTSVPNPSSSPQQQATGTSQIVQIVKDENLAEESPEQIIVDELPEHYGAAENKSEEVPT
ASLNIDHNEGEKNVEDEKVNNDNVVESGNLGKGFCGLSVVEEEEEENNAVESSSSFQVAAAGSSYPPPPPVPPTKPFSVN
SSSRRFVSGDSNTARIGPSWRGVSSRSSPTGSRPSSPRSHEGEGYNSSDEQSPCFSSSYDDAFIPRVVLLLLCFIKNLHR
KPVSQLQTSLEVRKMLEDGNCLFRAVADQVYGDSELYDLVRQMCIDYMERERDHFSQFITEGFTSYCKRKRRDKVYGNNM
EIQALSEMYNRPIHIYSYSTEPINIFHGSYNTDTPPIRLSYHHGNHYNSLVDPRRLTVGAGLGFSSLQGTNIDKDQVKAA
IKAQQDQQIDNALLAEGRLYSDLELTEKEIERMVMEASRAEYLSEDKFKQQMGRRESSTSRAEPSSSSARSSGMDSVMEG
GSKLASSGSALNGSMQIMLSMGFSYLQVIEAYSIFGDDVDSMVCYLIETSTNGRRKGKATE*                  
>Mgut_mgv1a013175m                                                              
MNEYYGYGNTSASSSSSLNSSSHDTEDDHTIAAMLAEDEKSRYDGKLGKRLSHLDSIPHTPRVISAIPDPNDATLDHNTL
AQRMTTYGLAEMQMEGDGNCQFRALADQLFQNSDHHKYVRKHVVKQLKRHRHLYESYVPMKYRSYVKKMKRLGEWGDHVT
LQAAADLFEAKICLVTSFRDNSYIEILPKDRSPVRELWLSFWSEVHYNSLYQAGEVPTRKHRKKHWLF*           
>Mgut_mgv1a025952m                                                              
MITYEQDPDVVRWGLQLFDGDPYSNCGYCGSHAQHNTDCYPGHYLKGYQFEADSSYAVENNDISINSLHEELSQLSVNEP
IKSFQEGVEHLQTSFGPHDWFPHSLENYGYVNEGNENRIEEETDLGISASSSSPGDESYCEEEWSYSLELMDGYAFDGEV
GKRLNQMVSIPHIPKINGEIPSIDEASLDHQRLLDRLKVYELVEFKVQGDGNCQFRALSDQFYRTPEHHKFVRQQIVNQL
RSCPEIYEGYVPMAYDQYLAKMSKNGEWGDHVTLQAAADSYGIKIFVITSFKDTCYIEILPSIQKSERVISLSFWAEVHY
NSIYPEGDCPTFRTKKKKRWQAAQHEHVELPDDYN*                                            
>Mgut_mgv1a021778m                                                              
MAKAKQQKPKPSRQSKRRGGKQNDVSELRGQLDVLGLKIIQVTADGNCFFRALADQLEGDEDEHEKYRSMVVRFIKNNRE
MFEPFVEDEVPFDEYCRSMGEDGTWAGNMELQAASLVTRCNICIHRHMSPRWYIQNFNKHEVTMIHLSYHDGEHYNSVRS
KEDTCSGPARPIVIKGDADLSTKSSQPKAAASKSKEEGGRNAVHDDSLKLVKAGSGCEDVRKIEQALQQVGGDVDAAIEV
LVAEQGSIDQIIAEDEFSHPAETAHDELQAEISEKHDLKVEDTTCKLELSGSDVETKRTKKNPHPDDKKISRNKACPCGS
KKKHKSCCGSVAGKSSARFP                                                            
>Mgut_mgv1a009905m                                                              
MHEPDADAAPWSFFNIDNIFSNNYYGDSTQHDVKICHEQYIRENPYVNVDNDEIIARAILEEELSQLSISEPPEEDYLQS
SAIIPDWHNSSNNNFIGQEGGHYENDEVGSLCSSSGDRSCDGDDYSYTLDITDESELDGEVEKRLYQLVSVPHMPRINGD
IPSVDEATSDHQRLLDRLQLYDLIEHKVQGDGNCQFRALSDQFYRAPEHHKFVRQQVVRQLKAQPEMYEGYVPMEYADYL
KRMSKGGEWGDHVTLQAAADSYGVRILVVTSFKDTCYIEILPRDQKSKRVIYLSFWAEVHYNSIYPHGDIPPSDFKRKKK
WWNIRNKQ*                                                                       
>Mgut_mgv1a010152m                                                              
MADNPQVDDGSSEVISENLSQQKEESREEMLSRHRKETSDLQNKETAMKKGAAKGSKAEQKAKKKQVDEEIHRLSTELKE
RQADELASLGYNSNNNTQKANLETLVKAIAGVSVNPTSEQSTKPSKSIKRREKRAQQEAEREQRIQQEQSQIVSDGSIET
ANLAKKLEPLGFTINEMKPDGHCLYRAVENQLSLHSSCTSYTYQELRKMVADYMRKHSSDFVPFYLSEKAGDGEEEEGSV
MERFESYCKEVECSAAWGGQLEIEALTHCLKKHVMIYSGSFPDVEMGKEYKSTEGSIMLSYHRHAFGLGEHYNSVVPSSL



H*                                                                              
>Mgut_mgv1a011208m                                                              
MTIYSPLTKNVVCSIGNLQKPTIIRVFTTKANYCCPISVFQSFQRNYSGYGTAVRSPSCRSLAFKKIVSPKQTETSRCNN
IGPFSWQQRGLSGGLFIGLFVCFSTSQPSYADVSGGDEKKERSCDDDSSADFSRKKNVLTDYSVIGIPGDGRCLFRSVAH
GACVQSGKPAPNENLQRELADEIRARVADEFIKRREETEWFIEGDFETYVSQIRKPHVWGGEPELLMASHVLQMPITVYM
HDKDYGGLISIAEYGQEYDKHNPIKVLYHGYGHYDALHIPCKGDPRPRL*                              
>Mgut_mgv1a014014m                                                              
MTIYSPLTKNVVCSIGNLQKPTIIRVFTTKANYCCPISVFQSFQRNYSGYGTAVRSPSCRSLAFKKIVSPKQTETSRCNN
IGPFSWQQRGLSGGLFIGLFVCFSTSQPSYADVSGGDEKKERSCDDDSSADFSRKKNVLTDYSVIGIPGDGRCLFRSVAH
GACVQSGKPAPNENLQRELADEIRARVADEFIKRREETEWSVH*                                    
>Mgut_mgv1a011222m                                                              
MLGVLCRRLRPPFSPPPFSYTHGGGGWTATHFDRRLHSTIPFPAVSKCRAAASVWHTILPCRRRRRRNAAVLGRHENEAV
VKRGEGSWNAAWDSRPARWLHHTDSAWFLFGVCATLASAAAAAPAIDSPCDSNPEVLSLKTDSSSNYRVRGVTADGRCLF
RAIAHMVCLRNGENAPDENHQRELADELRAQVVEEMLKRRKELAGFFLEEEFDGYVENIRQPYVWGGEHELLMASHVLRT
PISVFEEKRGSNSLINKANYGEEYKRDGENAISVLFHDYGHYEILEAV*                               
>Mgut_mgv1a025113m                                                              
MDLGSGIPGDGRCLFRSVVHGACLRAGKPSPSEIHEKELADELRATVADEFIKRRADSEWFVEGDFDTYVAQMRQPHVWG
GEPELLMSSHVLQVPITVHMWDKKKNCLKVIAEYGQEYGKENPVRVLYHGYGHYDALQIPSDGLQSK             
>Mgut_mgv1a009945m                                                              
MYEQDPDIVRWGLHLIDFCSLTNNGSPETVTRFENDLSSTGSVREGLLCSPKPRSYVENDEVIAHALQEELSKLDNEEAL
GFTSNGEHHQKASILAQDWIPSNDGKTGKNEACLCELEELSVTNEDRDILPEIESESALDGELGKRLNRMVPVAHVPKIN
GEIPSVDEATSDHQRLLDRLQLYDLVELKISGDGNCQFRSLSDQIYRSSDHHKFVREQIVNQLKSRAELYENYVPMAYGE
YLKKMSKNGEWGDHVTLQAASDWFGIKIFVVTSFKDTCYIEILPQNQKSNRIIFLSFWAEVHYNSIYPLGELPFVEESKK
KKRWWW*                                                                         
>Mgut_mgv1a024652m                                                              
FSQFRALSDQFYRTPEHHKFVRQQIVNQLRSCPEIYEGYVPMAYDQYLAKMSKNGEWGDHVTLQAAADSYGIKIFVITSF
KDTCYIEILPSIQKSERVISLSFWAEVHYNSIYPEGDCPTFRTKKKKRWQAAQHEHVTCMQGCTAKSSSYSKSVDYFLNW
*                                                                               
>Mgut_mgv1a013820m                                                              
MEGVVVRRVIPSDNSCLFNAVGYVMDHNKNKASELRQVIAAAVSSDPEKYTEAFLGKTNEEYCTWILNPEKWGGAIELAI
LAEYYGREIAAYDIQNTRCDLYGQEKKYEERVMLIYDGLHYDALSMCPFEEAPEEFDQTIFAVQKDRTVGPVESLALNLV
KDQHRKRSYTDTAKFTLRCAVCQIGVVGQMEAVAHAQATGHANFQEYRS*                              
>Mgut_mgv1a013151m                                                              
MRNGAISNDGCSSSTSISSQQDVEDDKMIALVLSEEYAQLDGAVGRRLSSLAPVRHLPRINLHFPSISDSSLDYQRLLQR
LNLYGLYEVKVSGDGNCQFRALSDQIYRSPEYHKHVRKEVVKQLKDNHVVYEAYVPMKFKHYYKKMAKSGEWGDHVTLQA
AADKFAAKICLLTSFRDTCFIEIVPQHEVPARELWLSFWSEVHYNSLYELQDAPPLQQQQKPRRKHWLF*          
>Acoe_003_00843                                                                 
MDHGQEDEERVVEETPKKEPETDSETREEVLSRHRKEITQLQHKEVALKKAAAKGSKAEQKAKKKQVEDEISKLSSKLRE
KHAEELASLGYCNSNGNEKKDLDVLVKAIVGVSVNSQGDSSKPSKSVKRREKRAQQEAAREQRIQEEQSTMVSDGMIENE
KLERKLEPLGLVVREIKPDGHCLYRAIEDQLAVFSGGSSPYSFLELRNMVASYMREHQSDFLPFFLSENNISVDSDNASA
EIFEDYCREVESTAAWGGQLELGALTHCLRKHIVVLSGSFPDVEMGKEYKVEDRGPTNASIMLSYHKHAFGLGEHYNSVI
PSAIR                                                                           
>Acoe_004_00241                                                                 
MTRILVQRGSTSNQSRSSGPGSSSAPTQQLLVPQVPSAEEEVQETGTFDDHTHTDSSGTGEDKSIKKDEIITESSAQFVV
NETVSDDDKEKGGIDDVLDAGIVIKELGSIQIREKHISDEKEGQSVGTSQIISSSSHPPPPPAPPPKPSAANLSARRTVS
SGSNAMRIGSSRRATAWPLVSARTTQSDSRPSSPRSYGEGEGYNSADEQNPCFGSTCNDAERERQFELDLRRAKGLEVKR
MLEDGNCLFRAVADQVYGDTEAYDLARQMCIDYMERERDHFSQFITEGFTSYCKRKRRDKVYGNNVEIQALSEMYNRPIH
IYSYSIEPINIFHGSYNTDTPPIRLSYHHGNHYNSLVDPRRLTIGAGLGFSSLQGSNIDKDQVKAAIRAQQDQQIDNALI
AEGRFYSDLELTEKEIERMVMEASRAEYMADEILKQQLGFRESSTSSAEPSSSGATTGSSKGAWKPEDGRERDGPDTVLS
SNMQMLLSMGFSYLQVVEAYSLFGDDLDSMVCYLLETGSSRRKGKATEMTRILVQRGSTSNQSRSSGPGSSSAPTQQLLV
PQVPSAEEEVQETGTFDDHTHTDSSGTGEDKSIKKDEIITESSAQFVVNETVSDDDKEKGGIDDVLDAGIVIKELGSIQI
REKHISDEKEGQSVGTSQIISSSSHPPPPPAPPPKPSAANLSARRTVSSGSNAMRIGSSRRATAWPLVSARTTQSDSRPS
SPRSYGEGEGYNSADEQNPCFGSTCNDAERERQFELDLRRAKGLEVKRMLEDGNCLFRAVADQVYGDTEAYDLARQMCID
YMERERDHFSQFITEGFTSYCKRKRRDKVYGNNVEIQALSEMYNRPIHIYSYSIEPINIFHGSYNTDTPPIRLSYHHGNH
YNSLVDPRRLTIGAGLGFSSLQGSNIDKDQVKAAIRAQQDQQIDNALIAEGRFYSDLELTEKEIERMVMEASRAEYMADE
ILKQQLGFRESSTSSAEPSSSGASKLIQKSLRIHMTRILVQRGSTSNQSRSSGPGSSSAPTQQLLVPQVPSAEEEVQETG
TFDDHTHTDSSGTGEDKSIKKDEIITESSAQFVVNETVSDDDKEKGGIDDVLDAGIVIKELGSIQIREKHISDEKEGQSV
GTSQIISSSSHPPPPPAPPPKPSAANLSARRTVSSGSNAMRIGSSRRATAWPLVSARTTQSDSRPSSPRSYGEGEGYNSA
DEQNPCFGSTCNDAERERQFELDLRRAKGLEVKRMLEDGNCLFRAVADQVYGDTEAYDLARQMCIDYMERERDHFSQFIT
EGFTSYCKRKRRDKVYGNNVEIQALSEMYNRPIHIYSYSIEPINIFHGSYNTDTPPIRLSYHHGNHYNSLVDPRRLTIGA
GLGFSSLQGVSLMCFVESFLIILLS                                                       
>Acoe_007_00712                                                                 



MVQKHQKPKSKKKPHGKDTSNKKHGKPKDMGEFRSQLDTLGLQIVQVTSDGNCFFRALADQLQGNEEEHQKYRNMVVQYI
LKQREDFEPFIEDGVPFDEYCKSMAEDGTWAGNMELQAASLVTRSNICIHRIMQPRWYIRNFPNHARIIHLSYHNEEHYN
SVRLKEDPCNGPAKPIVIKVDADLSREVKGVSKSKGGLSECNTGSESIQLIMAGSGCKNVNKVEQVLQLVDGDVNEAIEL
LIAEQESIEYIGENDEDLIHPVHGHYGNGECEWSEEATGENACEHNGPDHNDIKSIHGDKSIQHVDKKISRNKVCHCGSK
KKYKACCGSTKGASSSEFAIYQRVAYGKGRTQRKQNRKGGSTKVASSGRVEENLPDMGALCI                  
>Acoe_009_00769                                                                 
MACRTSNDTLLLKLKEGSAEFELVSSPVSPIATSKSHWFSFPFQADKSHRFFARIGPSLDGGASPALKKVEQYSVQKVTG
DGRCMFRALVKGMAMNKGISLSSREERDDADELRMAVKEIICEGDKERSKYEEALVAITVDESLQRYCQRIDRSDFWGGE
SELLVLSKLCRQPVIVYIPEREHKGGRGTGFIPIAEYGTEFSKAAKKSKPPRKAVRLLYSGKNHYDILV           
>Acoe_009_00984                                                                 
MLGTLCARSKPWIVTALSFTHGAASNRFTTNQTSFLSIGGGNETYRRNHSTSCWIEKKKCVGTASLWHAIFPSFREHLNH
NLVQPFHHEQKGEGSWNVAWDVRPARWLHSSWLLFGVCGFIAPLDCRVENLEVNKCLDEGFLGNGYCLEDVFPSDETTNL
KYRVIGVPGDGRCLFRAVSYGVCMKSGEEPDEKRQIELADDLRARVVDELLNRRQETEWIIEGDFDMYVNSIQRPNAWGG
EPELLMASHVLRVPISVYMVDRSSGDLVNIANYGHEYGKEDNPIQVLFHGYGHYDVLEIFQDNLPAKDQ           
>Acoe_011_00220                                                                 
IPGDGRCLFRSVIHGACIRSGKLSPSEGLQKDLADDLRAKVVDEFVKRRADTEWFLEGDFDSYVMQMRQPHIWGGEPELV
MSSRVLQMPITVYMRDQNSGSIKIIAEYGKEYGKENPIRVLYHGYGHYDALQSTFGGTQSKLHLNRLNG           
>Acoe_014_00843                                                                 
MLSYVSMILCSPITTPVKQAIYLSGRVRRKMCSQVHNVVSRLPSRSRSFCVRANELQPRNVALTTSKRSFSISAAGYQVF
QQCFFKQRSNSSNSLTIKNIVSSIGHRRRHLGVFLSGQNSRLRISCPNKDMVTKVSWNRGSSSWLQGGASTSILFGLSIC
FFSFKPVYAEADSGKDSGNGDHGSSSVGSIHGKTVHTNYSITGIPGDGRCLFRSVAHGACLRAGKPCPSESLQRELADEL
RARVADEFIKRREETEWFVEGDFDTYVSHIRKPHVWGGEPELFMASHVLQMPITVYMYDEDARGLISIAEYGQEYGKENP
IRVLYHGFGHYDALQITDRSAKSKLMLSYVSMILCSPITTPVKQAIYLSGRVRRKMCSQVHNVVSRLPSRSRSFCVRANE
LQPRNVALTTSKRSFSISAAGYQVFQQCFFKQRSNSSNSLTIKNIVSSIGHRRRHLGVFLSGQNSRLRISCPNKDMVTKV
SWNRGSSSWLQGGASTSILFGLSICFFSFKPVYAEADSGKDSGNGDHGSSSVGSIHGKTVHTNYSITGIPGDGRCLFRSV
AHGACLRAGKPCPSESLQRELADELRARVYLLFPLHCLVFFFPDDLGLKI                              
>Acoe_024_00020                                                                 
MRNGTHSVGGCSSSTSIRNQQNIEDDRMIAVVLSEEYNKLDGSIGGRLSSLAPLPHVPRINTYIPNVSDASLDHQRLLQR
LNVYGLYEVKVSGDGNCQFRALSDQMYKSPDHHKHVRKEIVKQLKDCRSLYESYVPMNYKRYYKKMAKSGEWGDHVTLQA
AADKFGAKVCLLTSFRDTCFIEIHPQGQSPQRELWLSFWSEVHYNSLYEMRDAQIQRRPRRRHWLF              
>Acoe_030_00106                                                                 
MITHVPDPDVVRWGLHLLDGDPYYSSTYCGSSNQQISNYYGEHYPSEEHHEHYASECHQGFEGSNVENDEMIAHALQEEL
SQLAEAESSGPANSGEEHMQASILAQDWLGPSMRNYAPGPDRGNEDGEDMGPSSSCSSPGENLYNGEEWSYSLDLTEEFA
LDGEVGKRLNQMVPIPHVPKINGEIPSVDEATSDHQRLLDRLQLYDLIERKVQGDGNCQFRALSDQFYRTPEHHKFVRQQ
VVNQLKSQPDIYEGYVPMAYGDYLKKISKGGEWGDHVTLQAAADSYGVKIFVITSFKDTCYIEILPNIQKSKRVIFLSFW
AEVHYNSIYPEGDIPEFEIKKKRRDSILEQLPSSCSIMMITHVPDPDVVRWGLHLLDGDPYYSSTYCGSSNQQISNYYGE
HYPSEEHHEHYASECHQGFEGSNVENDEMIAHALQEELSQLAEAESSGPANSGEEHMQASILAQDWLGPSMRNYAPGPDR
GNEDGEDMGPSSSCSSPGENLYNGEEWSYSLDLTEEFALDGEVGKRLNQMVPIPHVPKINGEIPSVDEATSDHQRLLDRL
QLYDLIERKVQGDGNCQFRALSDQFYRTPEHHKFVRQQVVNQLKSQPDIYEGYVPMAYGDYLKKISKGGEWGDHVTLQAA
ADSYGVKIFVITSFKDTCYIEILPNIQKSKRVIFLSFWAEVHYNSIYPEGDIPEFEIKKKRRWWKFGNKY          
>Acoe_030_00375                                                                 
MAESSSNACESSSSSFSSSLQDTEEDRTIASILSEETYTEGGKLGKRLSHLDSIPHTPRVNGLIPDVDDATLDHERLLDR
LSTYGLAELQIEGDGNCQFRALADQLFRNPDYHKHVRKQVVKQLKHHRNLYESYVPMNYKSYLKKMKRSGEWGDHLTLQA
AADKYAAKICLLTSFRETCFIEIVPRDNSYSRELWLSFWSEVHYNSLYASGDVPSRRPRKKHWLFMNEFSFICFDLENLM
FFSCGQSLLVPSLHWQHTPRVNGLIPDVDDATLDHERLLDRLSTYGLAELQIEGDGNCQFRALADQLFRNPDYHKHVRKQ
VVKQLKHHRNLYESYVPMNYKSYLKKMKRSGEWGDHLTLQAAADKYAAKICLLTSFRETCFIEIVPRDNSYSRELWLSFW
SEVHYNSLYASGDVPSRRPRKKHWLFMAESSSNACESSSSSFSSSLQDTEEDRTIASILSEETYTEGGKLGKRLSHLDSI
PHTPRVNGLIPDVDDATLDHERLLDRLSTYGLAELQIEGDGNCQFRALADQLFRNPDYHKHVRKQVVKQLKHHRNLYESY
VPMNYKSYLKKMKRSGEWGDHLTLQAAADKVIVLLASVPNHLMLRDKLFDEIHYNAYQIFIKESHVDMAESSSNACESSS
SSFSSSLQDTEEDRTIASILSEETYTEGGKLGKRLSHLDSIPHTPRVNGLIPDVDDATLDHERLLDRLSTYGLAELQIEG
DGNCQFRALADQLFRNPDYHKHVRKQVVKQLKHHRNLYESYVPMNYKSYLKKMKRSGEWGDHLTLQAAADKYAAKICLLT
SFRETCFIEIVPRDNSYSRGALLCC                                                       
>Acoe_042_00028                                                                 
MIIHEPDPDVMRWGLHLLDGDPYFSSTYCGSSTQQMPNYYSEHYPSEDRHEHYVDEGHQGFERSNVENDEMIAHALQEEL
SQLAVAELSGSANSGEEHLQASILAQDWLGPSMRNFAPGLERGNEDGEDMGPSSSCSSPGENPYNGEEWSYSLDLTDEFA
LDGEVGKRLNQMVPIPHVPKINGEIPSVDEATSDHQRLLDRLQLYDLIERKVQGDGNCQFRALSDQFYRTPEHHKFVRQQ
VVDQLKSQPDIYEGYVPMAYGDYLKKISTRGEWGDHVTLQAAADSVTSIFLYRFFTVLWLISKRYGVKIFVITSFKDTCY
IEILPNIQKSKRVIFLSFWAEVHYNSIYPEGDIPEFETKKKRRWRKFANTYMIIHEPDPDVMRWGLHLLDGDPYFSSTYC
GSSTQQMPNYYSEHYPSEDRHEHYVDEGHQGFERSNVENDEMIAHALQEELSQLAVAELSGSANSGEEHLQASILAQDWL
GPSMRNFAPVGLERGNEDGEDMGPSSSCSSPGENPYNGEEWSYSLDLTDEFALDGEVGKRLNQMVPIPHVPKINGEIPSV
DEATSDHQRLLDRLQLYDLIERKVQGDGNCQFRALSDQFYRTPEHHKFVRQQVVDQLKSQPDIYEGYVPMAYGDYLKKIS
TRGEWGDHVTLQAAADSYGVKIFVITSFKDTCYIEILPNIQKSKRVIFLSFWAEVHYNSIYPEGDIPEFETKKKRRESML



EQLPSNCFIMMIIHEPDPDVMRWGLHLLDGDPYFSSTYCGSSTQQMPNYYSEHYPSEDRHEHYVDEGHQGFERSNVENDE
MIAHALQEELSQLAVAELSGSANSGEEHLQASILAQDWLGPSMRNFAPGLERGNEDGEDMGPSSSCSSPGENPYNGEEWS
YSLDLTDEFALDGEVGKRLNQMVPIPHVPKINGEIPSVDEATSDHQRLLDRLQLYDLIERKVQGDGNCQFRALSDQFYRT
PEHHKFVRQQVVDQLKSQPDIYEGYVPMAYGDYLKKISTRGEWGDHVTLQAAADSYGVKIFVITSFKDTCYIEILPNIQK
SKRVIFLSFWAEVHYNSIYPEGDIPEFETKKKRRESMLEQLPSNCFIMMIIHEPDPDVMRWGLHLLDGDPYFSSTYCGSS
TQQMPNYYSEHYPSEDRHEHYVDEGHQGFERSNVENDEMIAHALQEELSQLAVAELSGSANSGEEHLQASILAQDWLGPS
MRNFAPVGLERGNEDGEDMGPSSSCSSPGENPYNGEEWSYSLDLTDEFALDGEVGKRLNQMVPIPHVPKINGEIPSVDEA
TSDHQRLLDRLQLYDLIERKVQGDGNCQFRALSDQFYRTPEHHKFVRQQVVDQLKSQPDIYEGYVPMAYGDYLKKISTRG
EWGDHVTLQAAADSYGVKIFVITSFKDTCYIEILPNIQKSKRVIFLSFWAEVHYNSIYPEGDIPEFETKKKRRWRKFANT
YMIIHEPDPDVMRWGLHLLDGDPYFSSTYCGSSTQQMPNYYSEHYPSEDRHEHYVDEGHQGFERSNVENDEMIAHALQEE
LSQLAVAELSGSANSGEEHLQASILAQDWLGPSMRNFAPGLERGNEDGEDMGPSSSCSSPGENPYNGEEWSYSLDLTDEF
ALDGEVGKRLNQMVPIPHVPKINGEIPSVDEATSDHQRLLDRLQLYDLIERKVQGDGNCQFRALSDQFYRTPEHHKFVRQ
QVVDQLKSQPDIYEGYVPMAYGDYLKKISTRGEWGDHVTLQAAADSYGVKIFVITSFKDTCYIEILPNIQKSKRVIFLSF
WAEVHYNSIYPEGDIPEFETKKKRRWRKFANTYMIIHEPDPDVMRWGLHLLDGDPYFSSTYCGSSTQQMPNYYSEHYPSE
DRHEHYVDEGHQGFERSNVENDEMIAHALQEELSQLAVAELSGSANSGEEHLQASILAQDWLGPSMRNFAPGLERGNEDG
EDMGPSSSCSSPGENPYNGEEWSYSLDLTDEFALDGEVGKRLNQMVPIPHVPKINGEIPSVDEATSDHQRLLDRLQLYDL
IERKVQGDGNCQFRALSDQFYRTPEHHKFVRQQVVDQLKSQPDIYEGYVPMAYGDYLKKISTRGEWGDHVTLQAAADSVT
SIFLYRFFTVLWLISKRVMIIHEPDPDVMRWGLHLLDGDPYFSSTYCGSSTQQMPNYYSEHYPSEDRHEHYVDEGHQGFE
RSNVENDEMIAHALQEELSQLAVAELSGSANSGEEHLQASILAQDWLGPSMRNFAPGLERGNEDGEDMGPSSSCSSPGEN
PYNGEEWSYSLDLTDEFALDGEVGKRLNQMVPIPHVPKINGEIPSVDEATSDHQRLLDRLQLYDLIERKVQGDGNCQVSY
SNLPS                                                                           
>Acoe_070_00024                                                                 
MEGIVVRRVIPSDNSCLFNAVGFVMEHDKHKAAELRQVIAATVASDPVKYSEAFLAKTNEEYCAWILDPEKWGGAIELSI
LAEYYGREIAAYDIQTCRCDLYGQELKYPERVMLIYDGLHYDALAVCPAEGAPEEFDQTIFTVQKDRTVGAIEGLALNLV
KDAQRKRSYTDTGNFTLRCGVCQIGVIGQKEAVEHAQATGHVNFQEYK                                
>Bdis_1g00720                                                                   
MVVREQQDPDIVRWGLHHLLQGGGGGASPYCAHHPQTATTDYAAYPNPHHVLLDAGDGVGAPGSSSSGPAEIKVERVAAH
RDDAVANDEVIAYALQEELAELALAEASSSRGAAADHGEQHATVLAQQWFRPETVPSAPPYEEAEDREPFSSCSSPGDNY
NNARDGRGCSIELVDDFSALDGEVGKRLNDMVPVPHVPKTNGEIPSVDEAFSDHQRLLDRLVLYGLVELKVTGDGNCQFR
ALSDQFYRTPDHHRFVRQEVVKQLESHPEIYAGYVPMDYREYLKKMPKSGEWGDHVTLQAAADLYGVKIFILTSFRDTCY
IEILPVIQKSNRVICLSFWAEVHYNSIYPEGELPVAENKKKSSTNQRSFCSVM*MVVREQQDPDIVRWGLHHLLQGGGGG
ASPYCAHHPQTATTDYAAYPNPHHVLLDAGDGVGAPGSSSSGPAEIKVERVAAHRDDAVANDEVIAYALQEELAELALAE
ASSSRGAAADHGEQHATVLAQQWFRPETVPSAPPYEEAEDREPFSSCSSPGDNYNNARDGRGCSIELVDDFSALDGEVGK
RLNDMVPVPHVPKTNGEIPSVDEAFSDHQRLLDRLVLYGLVELKVTGDGNCQFRALSDQFYRTPDHHRFVRQEVVKQLES
HPEIYAGYVPMDYREYLKKMPKSGEWGDHVTLQAAADLYGVKIFILTSFRDTCYIEILPVIQKSNRVICLSFWAEVHYNS
IYPEGELPVAENKKKRWWHF*                                                           
>Bdis_1g32340                                                                   
MSEQHDRVSKSSSSSISSSTQESEEEVSVTIGSLLAQARNDSGRSLGKRLLHLGSIPHTPRVNGDIPDVDNATLDHERLL
ERLGTYGLAEFQIEGDGNCQFRALADQIFCNPEYHKHVRKAVMKQLKEFRKRYEGYVPMEYKVYLKKMKRSGEWGDHLTL
QAAADRFGAKICLVTSFRDTCLIEIVPRDMTPTRELWLSFWCEVHYNSLYGTDDLLTRKTKKKHWLF*            
>Bdis_1g67110                                                                   
MEPAARPSNATLLARLGEGAARFELVDGAAPDPAPPVWPRLHCFARIGSSLRGGWSAALNKVEHYGVQRVTGDGRCMFRA
LAKGMAKSRGIPLSAMEEVQDADDLRLAVKEVLCDNQTERQKYEEAIIAITVDESLKRYCQRIRRPDFWGGESELLVLSR
LCRQPIIIYIPEHEYRGRGNGFIPIAEYGLEFTKNSKERKKRVPVRLLYSGRNHYDLLI*                    
>Bdis_1g72850                                                                   
MTHMFPNEGASSSSTSMSSQKSETDDDKMIAMVLEEEYAKLDGAMAKRLSNLTSIPHVPRINTYFPTYSDATMDHHRLHD
RLNAYGLFEVRVSGDGNCQFRALSDQLYRSPEYHKHVRKEIVKQLKACNSLYEGHVPMRYKHYCKKMKKSGEWGDHVTLQ
AAADKFAAKICLLTSFRDTCFVEIVPQYQAPQRELWLSFWSEIHYNSLYDARDIPSKYKPRKKHWLF*            
>Bdis_2g57807                                                                   
MSGRELRPLRSIRITGDGRCLFRSVAYSACLRRGKQSPSDSIQKELADELRSKVADEFIKRRGDTEWFLEGDFESYVSKM
RKPHVWGGEPELLMCSHVLRMPITVHMYTKGSDGPRIIAEYGQEYGKDNPVRVLYDGYGHYDALQQPLVRTPSRLTY*  
>Bdis_3g04900                                                                   
MEGTVVRRVIPSDNSCLFNAVGYVMEHNRNKASELRQVIAAAVASDPEKYNEAFLGKPNEAYCAWILDPEKWGGAIELSI
LSEYYGREIAAYDIQTTRCDLYGQEKNYSERAMLIYDGLHYDALAMSPVEGAPEEFDQTIYLVDRNRSIGPVEGLALNLA
KEAHRKRSYTDTANFTLRCGVCQIGVIGQKEAVEHAQATGHVNFQEYK*                               
>Bdis_3g05140                                                                   
MSEQKDNVSKSSCSSISTSTQGSEEDVTVGAIVTEPKNNGRSLGKRLSHLDSLPHTPRVNGKIPDLTFASIDHVTLMERL
GTYGLAEYQIEGDGNCQFRALADQIFRNANHHKHVRKAVVKQLKEYRKHYEGYVPLDYKVYLKKMKRSGEWGDHVTLQAA
ADRFAAKICLLTSFRDTCLIEIVPRDVAPTRELWLSFWCEVHYNSLYATEDLPTLKAKKKHWLF*               
>Bdis_3g12600                                                                   
MITYEQDDDVLRWSFNPFHDPYANSAMYCGQNVQHDAGFYNGCYAREDLPYHQNADEEHLRLQMCPTGWYDPPRNYYPGY
GQGQEEVDDTEPSSSCSSPGLNHHGEDLTLELVDDSFEIDGEVGKRLNRMVPIPHVPRINGEIPSIDEATTDHQRLIDRL



RLYDLVELKVLGDGNCQFRALSDQFYRSPEHHKFVRQQVITQLVSQRDIYEGYVLMEYSDYIEKVSQDGEWGDHVTLQAA
ADTYGVKIFVITSFKDTCYIEILPNTQKSNRVIFLSFWAEVHYNSIYPEGDLPTSETKKKKRWWRFRSKN*         
>Bdis_3g39900                                                                   
MRLYSPANCLRRSASSSMHCSSNQFHGGVTQSMALRKCSWSKSSSSHSNSGLVNFSLNRNIRSSEPLNLKYFVSLVGRQF
RCGLSTREGALRIKLDMLSRERISGISWNWKGMHQKIGGTAGGLCLGFSVSGIAKAEMPADRKINCAETSASSTHGKKIY
TDYSVTGIPGDGRCLFRSVVHGACVRSGKAIPNEDLQRKLADELRSMVADEFVTRREETEWFIEGDFDTYVSQIRQPHVW
GGEPELFMASHVLQMPITVYMRDEDSGGLITIAEYGQEYGKEDPIKVLYHGFGHYDSLQIPANMGPKTKL*MRLYSPANC
LRRSASSSMHCSSNQFHGGVTQSMALRKCSWSKSSSSHSNSGLVNFSLNRNIRSSEPLNLKYFVSLVGRQFRCGLSTREG
IAKAEMPADRKINCAETSASSTHGKKIYTDYSVTGIPGDGRCLFRSVVHGACVRSGKAIPNEDLQRKLADELRSMVADEF
VTRREETEWFIEGDFDTYVSQIRQPHVWGGEPELFMASHVLQMPITVYMRDEDSGGLITIAEYGQEYGKEDPIKVLYHGF
GHYDSLQIPANMGPKTKL*                                                             
>Bdis_3g55560                                                                   
MIMCERDQNFHWAYDLFHDPFAQTGYYGPPNGYNNGTYCDHHYARDASHPDETHLHSSALTYDLYNPSVGLYHPENVGGH
EHEAVYVDPYSSSSCPSSDDCPEMEEEVGKRFYPMVPVPHVPKINGEIPSMDEATMDHERLSDRLRLYELVEHKVKGDGN
CQFRALSDQLYQTPDHHEFVREQIINQLKSNRVAYDGYVPMAYDEYLEKVSRNGEWGDHVTLQAAADKYGVKIFVMTSFK
DTCYIEIQPKVQKSNKGVVMFLFLLPLVLLSFWAEVHYNSIFPQNDAPRSHTAKKRRWWPFSSHH*MIMCERDQNFHWAY
DLFHDPFAQTGYYGPPNGYNNGTYCDHHYARDASHPDETHLHSSALTYDLYNPSVGLYHPENVGGHEHEAVYVDPYSSSS
CPSSDDCPEMEEEVGKRFYPMVPVPHVPKINGEIPSMDEATMDHERLSDRLRLYELVEHKVKGDGNCQFRALSDQLYQTP
DHHEFVREQIINQLKSNRVAYDGYVPMAYDEYLEKVSRNGEWGDHVTLQAAADKYGVKIFVMTSFKDTCYIEIQPKVQKS
NKVVLLSFWAEVHYNSIFPQNDAPRSHTAKKRRWWPFSSHH*MIMCERDQNFHWAYDLFHDPFAQTGYYGPPNGYNNGTY
CDHHYARDASHPDETHLHSSALTYDLYNPSVGLYHPENVGGHEHEAVYVDPYSSSSCPSSDDCPEMEEEVGKRFYPMVPV
PHVPKINGEIPSMDEATMDHERLSDRLRLYELVEHKVKGDGNCQFRALSDQLYQTPDHHEFVREQIINQLKSNRVAYDGY
VPMAYDEYLEKVSRNGEWGDHVTLQAAADKYGVKIFVMTSFKDTCYIEIQPKVQKSNKVVLLSFWAEVHYNSIFPQNGE*
MIMCERDQNFHWAYDLFHDPFAQTGYYGPPNGYNNGTYCDHHYARDASHPDETHLHSSALTYDLYNPSVGLYHPENVGGH
EHEAVYVDPYSSSSCPSSDDCPEMEEEVGKRFYPMVPVPHVPKINGEIPSMDEATMDHERLSDRLRLYELVEHKVKGDGN
CQFRALSDQLYQTPDHHEFVREQIINQLKSNRVAYDGYVPMAYDEYLEKVSRNGEWGDHVTLQAAADKYGVKIFVMTSFK
DTCYIEIQPKVQKSNKGVVMFLFLLPCE*                                                   
>Bdis_4g02970                                                                   
MEETLAVEAAATAVGQEEAAPEREPETLEEVISRHRKEKSKLQDKETSLKKAAAKGSKAEQKAKKKQVEEEISRLSAELE
AKHAAELASFGYKPTGTSEKGNLDTLVKAIAGVSVSSNAESMKPGKAARRREKKAKEEAARDQRIEEEQANLVTDRMLED
EKLEKKLKPLGLTIREIKPDGHCLYRAIENQLSLHSKGTTQYNHQELRQMAAKYMRDHAADFLPFFLSEGKAESGPDPSE
SFEKYCEEMESTAAWGGQLELGALTHCLKKHIMVYSGSFPDVEMGKEYSKKSESGSDPSIRLSYHRHAYGLGEHYNSVIP
TELS*                                                                           
>Bdis_5g08560                                                                   
MTHMFPNEGASSSSASMSSQRSETDDDKMIAMVLEEEYAKLDGAMAKRLSNLTSIPHVPRINTYFPTYSDATMDHHRLHD
RLNAYGLFEVRVSGDGNCQFRALSDQLYRSPEHHKHVRKEIVKQLKACNSLYEGHVPMRYKHYCKKMKKSGEWGDHVTLQ
AAADKFAAKICLLTSFRDTCFVEIVPQYQAPQRELWLSFWSEIHYNSLYDARDLPSKYKPRKKHWFF*            
>Bdis_5g22130                                                                   
MTRIFVQRGSSSNSGRSGSQTPQQQQNQTSSSSAVREEELNVQPQLPELLASDDITEHLLEGSESSSNKPSRLVDPVSES
SSCSEERPTREKPPKDDFNVTDPAFLAELTGLQFSDKPEQENSVQSGTGPSQMTGGASHPPPPPAPPPKPSSSNNGLRRM
GSGSSNSVRIGSSRRPVAWPPVAARTSASGSRPSSPRSLADCEGYNSADEQGPCYTSSYDDSEREHMFEHDLRRVKGLEI
RKMAEDGNCLFRAVADQVYGDPEAYDMARQMCVDYMERERDHFSQFMTEGFTSYCKRKRRDKVYGNNIEIQAFAEMYNRP
IHIYSYSTEPINIFQGSYNTDVPPVRLSYHHGNHYNSVVDPRRQTVGAGLGFSSLRGTNNVDRDQVKAAIRAQQDQQIEN
ALLAEGRLYSDLELTEQEIERMVMEASRAEYLNQQQVNFRDSSRSGAEPSSSAAITGSSGSATAADRSNENCFVLPDTVL
TRGMQLLLAMGFSYMQVMEAYSIFGEDVDSMICYLVEMGGTGPSAGGSNRRKGKAAE*MTRIFVQRGSSSNSGRSGSQTP
QQQQNQTSSSSAVREEELNVQPQLPELLASDDITEHLLEGSESSSNKPSRLVDPVSESSSCSEERPTREKPPKDDFNVTD
PAFLAELTGLQFSDKPEQENSVQSGTGPSQMTGGASHPPPPPAPPPKPSSSNNGLRRMGSGSSNSVRIGSSRRPVAWPPV
AARTSASGSRPSSPRSLADCEGYNSADEQGPCYTSSYDDSEREHMFEHDLRRVKGLEIRKMAEDGNCLFRAVADQVYGDP
EAYDMARQMCVDYMERERDHFSQFMTEGFTSYCKRKRRDKVYGNNIEIQAFAEMYNRPIHIYSYSTEPINIFQGSYNTDV
PPVRLSYHHGNHYNSVVDPRRQTVGAGLGFSSLRGTNNVDRDQVKAAIRAQQDQQIENALLAEGRLYSDLELTEQEIERM
VMEASRAEYLNQQQVNFRDSSSYWVVWFGYGSR*                                              
>Bdis_5g25650                                                                   
MVQKKKKAAPASKARKPKRDAEKKFGKKTNMSEFRAQLDSIGVKIVEVTADGNCFFRAMGDQLEGDEEQHMKYREMVVQY
IVKHREEFEPFIEDEVPFDEYCDSMMKDGTWAGNMELQAASLVTRRNICIHMLNSPRWYINNFSGREATNMVHLSYHHGE
HYNSVRLTEDTCQGPAIPVVIKTDANVASASINSQTKVKDVEKSSQRSTYDHTSVKLVMAGTGCSNVAVVEHVLEEMDGD
VATAIEYMIAERLSLGSDDADGDIYMNYACNGDELSTSQNEEQLVEPKEEESCSGKDETVQRSKSSHVKKDKSKSNECSC
GSARKHKASCSSATAVPSKEPPRTKGGQGKGQKGKKQKKREQAEAAPAQAHKSTIAVPDLGALCI*              
>Sbic_01g000370                                                                 
MVLFELDPDITRWGLHHLLPAPAGYSAHDRTQTTPTTPCTAFVRPLHQPTGDMGGSNSVEIKVEHVNAVDNDEVIAQALQ
EELSHVALAEASGANSTPDDQQHSAVLTQQWLRPRAVHVQSSSQEAGTREEPFSTCSSPGDDNNVQDSQPCLMELMDNFS
VLDGEVGKRLNNMVPVRHVPKVNGEIPSVDEAISDHQRLLDRLVLYGLVDLKVKGDGNCQFRALSDQFYRTPEHHRFVRE
QVVKQLESHPEIYEGYVPMDYREYLRKMSKSGEWGDHVTLQAAADTYGVKIFILTSFRDTCYIEILPVVEKSRRVICLSF



WAEVHYNSIYPEGELPVLENKKKSWWPF*                                                   
>Sbic_01g004350                                                                 
MEETLAVESAAGETAAAQAPERKEETLEEVLSRHRKEKSKLQDKETSLKKAAAKGSKAEQKAKKKQVEEEITRLSRELEA
NHAAELASFGYKPSGSSEKGNLDNLVKAIAGVSVSSNSDSAKPSKGTRRREKKAKEEAAREQRIQEEQSNLVSDRMLENE
KLERKLEPLGLTIQEIKPDGHCLYRAVENQLLLHSNGAAQYSYQDLRQMAAKYMREHAADFLPFYLAEGKADIGPDPMES
FERYCEEMESTAAWGGQLELGALTHCLKKHIVVYSGSFPDVEMGKEYKSGSGGSDAGDASIRLSFHRHAYGLGEHYNSVI
PAESS*                                                                          
>Sbic_01g040060                                                                 
MAAAARPSNATLLARLRDGTAMFELLDDSSLAHAPPSWPRLHCFARVASSLRGGWSAALTKVEHYGVQRVTGDGRCMFRA
LAKGMAKNKGIPLAPREEVQDADDLRMAVKEIICDSETERQEYEEAVIAITVEQSLKRYCQRIRRPDFWGGESEFLVLSR
LCRQPIIIYIPEREYHGRGNGFIPIAEYGLEFTKNTKQWKKKTPVRLLYSGRNHYDLLV*                    
>Sbic_03g042870                                                                 
MSDRELRPLRSIRITGDGRCLFRSVAYGACLRREKHAPSDSAQKELADELRAKVADEFVKRRGDTEWFLEGNFENYVRQM
RKPHAWGGEPELFMCSHVLRMPITVYMYTSSSDGPRIIAEYGQEYGMDDPVRVLYDGYGHYDALQPSVVRTQSRLRGV* 
>Sbic_04g004420                                                                 
MEGVVVRRVIPSDNSCLFNAVGYVMEHSRNKASELRQVIAATVASDPEKYNEAFLGKPNEAYCAWILDPEKWGGAIELSI
LSEYYGREIAAYDIQTTRCDLYGQEKNYSERAMLIYDGLHYDALAMSPAEGAPEEFDQTIFPVNHNRSIGPAEGLALNLV
KEAQRKRSYTDTANFTLRCGVCQIGVIGQKEAVEHAQATGHVNFQEYK*                               
>Sbic_04g004610                                                                 
MTEHQECVSKSSSSSISSSTQESEEELTIGTLITEATNTTNSAKSLGRRLSHLDSIPHTPRVNGKIPDFNNATIDHESLL
ERLGTYGLAEYQIEGDGNCQFRALADQIFRNPDYHKHVRKAVVKQLKEFKKHYEGYVPMEYKVYLKKMKRSGEWGDHVTL
QAAADRFAAKICLLTSFRDTCLVEIVPRDATPTRELWLSFWCEVHYNSLYAVEDLPTRKTKKKHWLF*            
>Sbic_04g037440                                                                 
MSMCEKDQNLPWGYDLFRDPFAPPNGYYGPPPGYCDGHCCDLHYGRAAHPDETQLHSSQLTYDLYNPSVGIYHPGSTHEH
EHETVYVEPSSSSPDAAGDGYFEMEEEVGKRFYPMVPVPHVPKINGEIPSIDEATMDHERLTERLKLYELVEHKVQGDGN
CQFRALSDQLYQSPDHHEFVREQIINQLKTNRDAYDGYVPMAYDDYLEKVARNGEWGDHVTLQAAADKYGVKIFVMTSFK
DTCYIEIQPKVQKSNKVVLLSFWAEVHYNSIYPQNDAPRSQTTTKRRRWWPFSQHHHH*                     
>Sbic_06g015050                                                                 
MSSQRSETDDDRMIAMHVPRINTYFPTYSDATMDHYRLLDRLNAYGLFEVRVSGDGNCQLKECNSLYEGYVPMKYKHYCK
KMKKSGEWGDHVTLQAAADKFAAKICLLTSFRDTCFVEIVPQYQSPQREIWLSFWSEVHYNSLYDARDLPSKYKPRKKHW
LLF*                                                                            
>Sbic_06g016060                                                                 
MTRIFVQRGTAGSSSSSGRSGSQPAQQPAAAAREEELPLQPQPQLPELLAIDDTTEHLNEGSENSSSSNKPLRTDDTISE
SSSSAEERAAREKPPKDDSNVINPTFLVEELIGLQIPDQIEHGDSVPSGTSSSQMAGAASHPPPPPAPPPKPLLGNNGLR
RMGPGSSNSVRIGSSRRPVAWPPVVARTSASGSRPSSPRSLVDGEGYNSADEQGPCYPSSYDDSERERMFEHDLRRVKGL
EIRKMAEDGNCLFRAVADQVYGDAEAYDMARQMCVDYMERERDHFSQFITESFTLYCKRKRRDKVYGNNVEIQAFAEMYN
RPIHIYSYGAEPINIFQGSYNTDVPPIRLSYHHGNHYNSVVDPRRQTVGAGLGFSSLRGTNNVDRDQVKAAIKAQQDQQI
ENALLAEGRFYSDLELTEREIERMVMEASRSEYLAKEKKLNIRESSTSGAEPSSSAAISGSSRSVAGADRGSEDYFVLPD
TVLTRSMQLLLAMGFSYIQVMEAYSIFGEDVDSMVCYLVETGGTGASAGGSNRRKGKAAE*                   
>Sbic_06g032350                                                                 
MVQKKKKAAAATKLRKPPKRDAEKKLGKKGDMAQFRAQLDSLGLKIVEVTADGNCFFRAMGDQLEGNEEEHMKYRAMVVE
YIVKHREEFEPFIEDEVPFEEYCDSMLKDGTWAGHMELQAASLLTRRNICIHMLNSPRWYINNFSGREATNMVHLSYHHG
EHYNSVRLREDPCQGPAMPVVIKTDVNISNTNNSAQAKAKEVKKSYRSTYDHTSVKLVMAGTGCSDVTIAEHVLGEMDGD
VDAAIEYMIAERLAVSTNDAEVDPYMDHACNGDEQEENNMIEHKDEASCSSKDEAVEKPKKSDAAHSKKEKSKTKDCCSC
GSARKHKASCSLATASSSREPPRVKGGQGKGQKGKKQKKKEQAEAAPAKAKESAVAPDLGALCI*               
>Sbic_07g027850                                                                 
MRLYSPALCLRRSSTHSHPNQLRGGFTQSMASWKCPHSQSSLYHPKSGLVDFSLSKNVKSSQSQSIKYFVSLMGQQFRCG
LSTREGSLSVKLDIPSHEKSRIGWNWKNMHHKIGGAAGGLCFGFSVTGLACAEVPVIRIKDNAETSSSSTSSTHGKKVYT
DYSVTGIPGDGRCLFRSVVHGACIRSGRPIPNEDLQRKLADELRAMVADEFVKRREETEWFVEGDFDTYVSHIREPHVWG
GEPELFMASHVLQMPITVYMRDEDAGGLIAIAEYGQQYGKEDPIQVLYHGFGHYDALQIPAKVGSKRKL*          
>Sbic_10g026900                                                                 
MSGQQDRASKSSSSSISSSTQESEEEAPVRSVTIGSLLAQANSSSGHSLGKRLSHLGSIPYTPRVNGKIPNVDNATLDHE
RLLERLGTYGLAEFHIEGDGNCQFRALADQIFRNPDYHKHVRKAVMKQLKEFRKQYESYVPMEYKVYLKKMKRSGEWGDH
LTLQAAADRFGAKICLLTSFKDTCLIEIVPRDLTPTKELWLSFWCEVHYNSLYGIDDLLTRKAKKKHWLF*         
>Osat_LOC_Os01g67490                                                            
MLTFGIMRSHVLRLKKIGTLSGGLSFFFSFLTKKNQPCAADTEGPGARFKSGRPTAHGPRLSLPHSRHLFVAGNRASETA
TPPPTQRQRHCGRQERTRKEKEKKRGRKKKRGGNPNRDRSGVRGESNSIPILSLPTPPPRPICSSLPPISSSRAPTSLVP
SLPHSNPPSSPATTGGGGGKRRIAARRMSDRELRPLRSIRITGDGRCLFRSVAYGACLRRGKQSPSDSIQKELADELRSK
VADEFVRRRGDTEWFLEGDFESYVRQIRKPHVWGGEPELLMCSHVLRMPITVYMYTKGSDSPRIIAEYGQEYGKDNPICV
LYDGYGHYDALQPSLERNTDNRRLRYLRLFSRTVSRSSAT*MLTFGIMRSHVLRLKKIGTLSGGLSFFFSFLTKKNQPCA
ADTEGPGARFKSGRPTAHGPRLSLPHSRHLFVAGNRASETATPPPTQRQRHCGRQERTRKEKEKKRGRKKKRGGNPNRDR
SGVRGESNSIPILSLPTPPPRPICSSLPPISSSRAPTSLVPSLPHSNPPSSPATTGGGGGKRRIAARRMSDRELRPLRSI



RITGDGRCLFRSVAYGACLRRGKQSPSDSIQKELADELRSKVADEFVRRRGDTEWFLEGDFESYVRQIRKPHVWGGEPEL
LMCSHVLRMPITVYMYTKGSDSPRIIAEYGQEYGKDNPICVLYDGYGHYDALQPSLVRTQSRLRGIQITEDYAT*     
>Osat_LOC_Os02g06890                                                            
MEGVVVRRVIPSDNSCLFNAVGYVMEHNRNKASELRQVIAAAVASDPAKYSEVFLGKPNEAYCAWILDSEKWGGAIELSI
LSEYYGREIAAYDIQTTRCDLYGQEKNYTERTMLIYDGLHYDALAMSPFEGAPEEFDQTIFPVDHKWSIGPVEGLALNFV
KDEKRKRSYTDTANFTLRCGVCQIGVIGQKEAVEHAQATGHVNFQEYK*                               
>Osat_LOC_Os02g07210                                                            
MSEQQDHASKSSCSSLSTSTQESEEDVTVGTLLTEAKNSGRSLGKRLSHLDSIPHTPRVNGQIPDVNNATIDHETLLERL
GTYGLAEFQIEGDGNCQFRALADQIFRNPDYHKHVRKSVVKQLKEFRKHYEGYVPMEYKVYLKKMKRSGEWGDHVTLQAA
ADRFAAKICLLTSFRDTCLIEIVPRGATPTKELWLSFWSEVHYNSLYATEDLPNRKTRKKHWLF*               
>Osat_LOC_Os02g57410                                                            
MNMCEKDQNFHWGYDLFRDPFAPIGYYGPPHGYGDGNYCDLHYARDASHLDETHLHSSALTYDLYNPSVGIYHPGNAGEH
DHDTVYIEPTSSNSCPDTDDSFPMDEEVGKRFYPMVPVPHVPKINGEIPSVDEATMDHERLTERLRLYELVEHKVKGDGN
CQFRALSDQLYQSPDHHEFVRQQIMSQLKSNRDAYDGYVPMAYDDYLEKVSQNGEWGDHVTLQAAADKYGVKIFVMTSFK
DTCYIEIQPKVQKSNKVVLLSFWAEVHYNSIYPQNDAPRSQTTRKRRWWPFSHNHHHHHH*MNMCEKDQNFHWGYDLFRD
PFAPIGYYGPPHGYGDGNYCDLHYARDASHLDETHLHSSALTYDLYNPSVGIYHPGNAGEHDHDTVYIEPTSSNSCPDTD
DSFPMDEEVGKRFYPMVPVPHVPKINGEIPSVDEATMDHERLTERLRLYELVEHKVKGDGNCQFRALSDQLYQSPDHHEF
VRQQIMSQLKSNRDAYDGYVPMAYDDYLEKVSQNGEWGDHVTLQAAADKYGVKIFVMTSFKDTCYIEIQPKVQKSNKVVL
LSFWAEVHYNSIYPQNGE*MNMCEKDQNFHWGYDLFRDPFAPIGYYGPPHGYGDGNYCDLHYARDASHLDETHLHSSALT
YDLYNPSVGIYHPGNAGEHDHDTVYIEPTSSNSCPDTDDSFPMDEEVGKRFYPMVPVPHVPKINGEIPSVDEATMDHERL
TERLRLYELVEHKVKGDGNCQFRALSDQLYQSPDHHEFVRQQIMSQLKSNRDAYDGYVPMAYDDYLEKVSQYVPQQFNHL
LLIQTKCM*MNMCEKDQNFHWGYDLFRDPFAPIGYYGPPHGYGDGNYCDLHYARDASHLDETHLHSSALTYDLYNPSVGI
YHPGNAGEHDHDTVYIEPTSSNSCPDTDDSFPMDEEVGKRFYPMVPVPHVPKINGEIPSVDEATMDHERLTERLRLYELV
EHKVKGDGNCQFRALSDQLYQSPDHHEFVRQQIMSQLKSNRDAYDGYVPMAYDDYLEKVSHA*                 
>Osat_LOC_Os03g15930                                                            
MAQAVRPCNATLLARLRDGEARFELLEDSAAAAAASPAPAPVWPGLSCFSRVATSLRGGWSGALNKVEHYGVQRVTGDGR
CMFRALVKGMAKNKGIPLTSREEVQDADDLRMAVKEVICDDETERQKYEEAVIAITVDESLRRYCHRIRRSDFWGGESEL
LVLSKLCRQPIIIYIPEREYHGRGNGFIPIAEYGLEFSKDSKQWKKKVPVRLLYSGRNHYDLLV*MAQAVRPCNATLLAR
LRDGEARFELLEDSAAAAAASPAPAPVWPGLSCFSRVATSLRGGWSGALNKVEHYGVQRVTGDGRCMFRALVKGMAKNKG
IPLTSREEVQDADDLRMAVKEVICDDETERQKYEEAVIAITVDESLRRFCLNCVGSQSLFIFQSVSTMGVEMVLFL*   
>Osat_LOC_Os03g39230                                                            
MERQDGDAEGSGRGEHRSRGCRSPAETKTDRSPGIPRVLEVGFATVREHHGTKSTTGPQKSNNLQNKKIKSREDGREPEA
AELRRGERRRDHEVVFAAAARDPPTLQRPDFDCVRQNKHPNANTENEMTGGDLEKASGSLLDQSKQPLNIKRDRRRLEEV
SDKMWKDEAKEIGSRSPALTKGSTKESQMLQSLDGKAKNAQKRRKDAKQELRSKIPGVTLVSDDSLFGQAANYIEDLEGT
SLDLEGLSGTAMIRKVLPGSNKIRGVTALFEAASRHITEVKKKKKIAPEEVEKEFRPGVDAHDGRAGKKLTNMIPIPHIP
KINGDIPSAIEAFADHQRLLDRLVLYDLAEVKVKGDRNCQFRALSDQMYHTTEHHRFVRQQVVKQLESYPEIYAGYVPMD
YREYLKKMTEDGEWGDHVTLQAAADLYGVKITLLTSCRDTFYIEVLPADQKPKGEICISFWAEVHYDSVYAEKAS*    
>Osat_LOC_Os03g64219                                                            
MVVYEQDPDVLRWSLHLLLPPAAALHYQQRTSSVDCDEMIAHALQEELSYAQSQSLSSSILHLPPSAPPLKEDEQDDAPP
PPPPFSSCSTPADYTNTNNHNAHDCLIEFVDDFSALDGQVGKRLHDMIPIPHVPKTNGDIPSVDEAFSDHQRLLHRLELY
DLAELKVEGDGNCQFRALSDQFYRTTEHHRFVRQQIVKQLESYPEIYAGYVPMDYREYLKKMIKNGEWGDHVTLQAAADS
YGVKIFILTSFRDTCYIEILPVVQKSERVICLSFWAEVHYNSIYPEGELPVMENKRKRWWHF*MVVYEQDPDVLRWSLHL
LLPPAAALHYQQRTSSVDCDEMIAHALQEELSYAQSQSLSSSILHLPPSAPPLKEDEQDDAPPPPPPFSSCSTPADYTNT
NNHNAHDCLIEFVDDFSALDGQVGKRLHDMIPIPHVPKTNGDIPSVDEAFSDHQRLLHRLELYDLAELKVEGDGNCQFRA
LSDQFYRTTEHHRFVRQQIVKQLESYPEIYAGYVPMDYREYLKKMIKNGEWGDHVTLQAAADSVKMMFPHFLTY*     
>Osat_LOC_Os04g32970                                                            
MTHMFPYDGASSSSTSLSSQKSETDDDRMIAMVLSEEYAKLDGAMAKRLSNLTSIPHVPRINTYFPTYSDATMDHHRLLD
RLNVYGLYEVRVSGDGNCQFRALSDQLYRSPDYHKHVRKEIVKQLKACNSLYEGYVPMKYKHYCKKMKKSGEWGDHVTLQ
AAADKFAAKICLLTSFRDTCFVEIVPQYQAPQREIWLSFWSEVHYNSLYDARDLPSKYKPRKKHWLLF*           
>Osat_LOC_Os04g33780                                                            
MTRIFVQRGAAGSSSSSSRSGSQTLQQQQQLQATSAVAREEELPPQPHQHPSELTASDNITDHLVEDADNSSNSNKPLGL
DDPTSESSSSAEERAVMEKPPKDDSSVIDPAFLVEELTGLQFSDQFEQENLVQSGIGPSQIAGAASHPPPPPAPPAPPPK
PSSGNNGLRRMGSGSSNNARIGSSRRPVAWPPVAVRSSASGSRPSSPRSLADSEGYNSADEQGPCYASNYYDSERERMFE
HDLRRVRGFEINKMAEDGNCLFRAVADQVYGDPEAYDMARQMCVDYMERERDHFSQFMTEGFTSYCRRKRRDKVYGNNME
IQAFAEMYNRPIHIYSYSTEPINIFQGSYNTDVPPIRLSYHHGNHYNSVVDPRGLTVGAGLGFSSLRGTNNVDRDQVKAA
IKAQQDQQIENALLAEGRLYSDLELTEKEIERMVMEASRAEYLKQQQQQLNFRESSTSGAEPSSSAAISGSSRSAGTADR
VGEECFVLPDTVLTRSMQLLLAMGFNYIQVMEAYSIFGEDVDSMIYYLVEMGGTGASAGGSNRRKGKAAE*         
>Osat_LOC_Os04g52850                                                            
MDETLADESAAGGGEAAAAEPAQESQQETLEEVLSRHRKEKSKLQDKETSLKKAAAKGSKAEQKAKKKQVEEEISRLSAE
LEAKHAAELATFGYKSSGSSEKGNMDTLVKAIAGVSVTSNADSAKPSKGARRREKKAKEEAAREQRIQEEQNNLVSDRMI
ENEKLEKKLEPMGLTIQEIKPDGHCLYRAVENQLSLYSRETTQYNYQELRQMTANYMKEHAADFLPFFLSEGKVESGPDP
LESFKRYCEEVESTAAWGGQLELGALTHCLKKRIVVYSGSFPDVEMGKEYKLDSGGKDGPSIRLSYHRHAYGLGEHYNSV



VPA*                                                                            
>Osat_LOC_Os04g57480                                                            
MARNKKKVAVAAPKARKPKRDAEEKKFAKKADMTEFRAQLDSLGLKIIEVSADGNCFFRAMGDQLEGNEEEHMKYRAMIV
QYIKEHRVDFEPFIEDEEPFEKYCDSMLEDGTWAGHMELQAASILKRKNICIHMLNSPRWYIRNFSDREATSMIHLSYHQ
GEHYNSVRLREDPCQGPAMPVIIKADANVASTSNNAQTKAKDLKKSSDRSKYDHISVKLVMAGTGCSNIAAVEQVLKDMD
GDIDAAIEYMLAEQLILGSDDADGDPYLDYACDAEYVQTIEDELSMKQDESQLDEHKKEEKDCSSKGETAQKHNSSHSKK
GKSKTKECSCGSARKHKPSCNLATTVASREPPKTTAPSREPPKTKGGQGKGQKGKKQKKKEQDETPAIRDHDSKVAPDLG
ALCI*MARNKKKVAVAAPKARKPKRDAEEKKFAKKADMTEFRAQLDSLGLKIIELEGNEEEHMKYRAMIVQYIKEHRVDF
EPFIEDEEPFEKYCDSMLEDGTWAGHMELQAASILKRKNICIHMLNSPRWYIRNFSDREATSMIHLSYHQGEHYNSVRLR
EDPCQGPAMPVIIKADANVASTSNNAQTKAKDLKKSSDRSKYDHISVKLVMAGTGCSNIAAVEQVLKDMDGDIDAAIEYM
LAEQLILGSDDADGDPYLDYACDAEYVQTIEDELSMKQDESQLDEHKKEEKDCSSKGETAQKHNSSHSKKGKSKTKECSC
GSARKHKPSCNLATTVASREPPKTTAPSREPPKTKGGQGKGQKGKKQKKKEQDETPAIRDHDSKVAPDLGALCI*MATAS
LVCRAMGDQLEGNEEEHMKYRAMIVQYIKEHRVDFEPFIEDEEPFEKYCDSMLEDGTWAGHMELQAASILKRKNICIHML
NSPRWYIRNFSDREATSMIHLSYHQGEHYNSVRLREDPCQGPAMPVIIKADANVASTSNNAQTKAKDLKKSSDRSKYDHI
SVKLVMAGTGCSNIAAVEQVLKDMDGDIDAAIEYMLAEQLILGSDDADGDPYLDYACDEYVQTIEDELSMKQDESQLDEH
KKEEKDCSSKGETAQKHNSSHSKKGKSKTKECSCGSARKHKPSCNLATTVASREPPKTTAPSREPPKYGFIMVLLKIWRH
IFDLISVIFFPFGLLPFFYTPM*                                                         
>Osat_LOC_Os06g45850                                                            
MKDGLSLSFALISSSPDSKCELLNSRPSCRAARRGESGLLIRRSYLRPCQCPFGDRMSEQQDSTSKSSSSSISSSTQESE
EEVSITIGSLLAQAKNNSGHSLGRRLSQLGSIPHTPRVNGKIPNLDNATLDHERLSERLGNYGLAEFQIEGDGNCQFRAL
ADQIFRNPDYHKHVRKLVMKQLKEFRKQYESYVPMEYKVYLKKMKRSGEWGDHLTLQAAADRFGAKICLLTSFRDTCLIE
IVPRDVTPTRELWLSFWCEVHYNSLYATDDLLTRKTKKKHWLF*MSEQQDSTSKSSSSSISSSTQESEEEVSITIGSLLA
QAKNNSGHSLGRRLSQLGSIPHTPRVNGKIPNLDNATLDHERLSERLGNYGLAEFQIEGDGNCQFRALADQIFRNPDYHK
HVRKLVMKQLKEFRKQYESYVPMEYKVYLKKMKRSGEWGDHLTLQAAADRVILVPKFVC*                    
>Osat_LOC_Os08g39560                                                            
MRLYSSAVNLRRPSKRTMYSQSSQFHGGLTQSLGLRKCSRSQTSSYNVKLGLVDCSLHRNIKSSDRPSLRYFVSLVGRQF
RCGLSGKEGSLNMKLDMPSRDNFSSMSWKWRGLHQKIGGTTSGLCLGFAVSGIANAEVPVEISISNSAASTSSTHGKEVY
TDYSVTGIPGDGRCLFRSVIHGACIRAGRPIPNEDLQRKLADELRAMVADEFVKRREESEWFIEGDFDTYVSHIRHPHVW
GGEPELFMASHVLEMPITVYMHDEDAGGLITIAEYGQQYGKEDPIQVLYDGFAHYDAVQIPAKKCSREMTSEFLKFQGSN
GRIWS*                                                                          
>Osat_LOC_Os09g31280                                                            
MAIYTPTVCLQRCTYSLYSQSCQLQGGLTQGMALWKYSRSQAVGYHVKIRLVGLPPKMNIKSLRTCFASSGKQLCGRQPA
RDNILKLKLDEPSRQKLYSILWDSRSIGHKVGATGTGLFLSFAVPAKANAEGPVDNNTDSPQTTESSTSYAHGKKVCTDY
SVTGIPGDGRCLFRSVAHGACIRSGKRPDDDLQRKMADDLRAMVADEFIKRRAETEWFVEGDFDAYVSRIRKPHVWGGEP
ELLMASHVLRMPITVYMHDKEAGGLIAIAEYGQEYGKEDPIQVLFHGFGHYDALQIPGKGGPRSRL*             
>Smol_XP_002991800                                                              
MLAQTPPPPSPPSPPPHSSFLPQQPRFHSSSCVLASHGELGAATIWHALLPSSSTSSSSPYRLSAATAFSNGSWNVAGDA
RPARWLQGRHSAWLLFGFCSCFSAAVASGMRSIACCEAPSSLDQSLTHGKKVHKEFAVIGIPGDGRCLFRAVAHGWCTKQ
GKPTPDEETQRELADNLREKVVDELVKRRAESEWFIEGDFDEYTRRMRQANVWGGEPELLMLSHVLGLPITVYMADERSN
GVIAIAEYGQEYGKGKGNPIRVLYHGFGHYDALLMPGDAGQGGE                                    
>Smol_XP_002985346                                                              
MDESVVVRRIIPADNSCLFNAVGYVMEHNKSKSSELREVIAATVISDPESYNEAFLGKPNGDYCQWILNPEKWGGAIELA
ILSAYYRREIAAYDIQTTRCDLYGQDKSYQERVMVIYDGLHYDALALAPFAGAPEDVDQTVFKVDEYGHIGPAERLAVKL
VEESHRNRKFTDTASFTLRCGICQEGVVGQKEAVEHAKLTGHTNFQEFR                               
>Smol_XP_002982549                                                              
MVLLDIRASTNVCLHDKRIPGSILLIAALRSSLNSKMACKSLGSRSLHRVRMEYQWRQVVWTTDDVSSKEIKEQRSSSRR
PLSRAARRSKRPRRGRNLRAGDEGGHEFRAAGQSRVRRQESPRGRSGGIDERSREQRIQDEQVLLVSVEEDVLAAELQPL
GLSLKEIKPDGHCLYRAVEDQLQLHPSAPQYSFQELRKIAAGYIREHPEDFVPFIGGDVELEDYCREIESTAAWGGQLEL
EALSHALQKHIFVF                                                                  
>Smol_XP_002981078                                                              
MAVTEAESRMEMLSRHQQEIKELRNREIELKKAAAKGSKAEQKAKKKAIEEEISGKDAAMKERQARELATLGFAGSEDTN
AGRLDGLVRAIAGVGVSSAAAVAAPPRISKGKKWRDRRAQQDAEREQRIQDEQALLVSDRKVEEDVLAAKLQPLGLSLKE
IKPDGHCLYRAVEDQLQLHPSAPQYSFQELRKIAAGYIREHPEDFVPFIGGDVELEDYCREIESTAAWGGQLELEALSHA
LQKHIFVFSAEMAIVEMGSGFQRDGTNPSIKLSYHKHAFGLGEHYNSLVPA                             
>Smol_XP_002981077                                                              
PPRISKGKKWRDRRVQQDAEREQRIQDEQALLVSVGLSLEEIKPDGHCLYRAVEDQLHLHPSAPQYSFQELRKIAAGYIR
EHPEDFVPFIGGDVELEDYCREIESTAAWGGQLELEALSHALQKHIFVFSAEMAIVEMGSEFQRDGTNPSIRLSYAFGLG
ERYNSV                                                                          
>Smol_XP_002978525                                                              
AAKKVEHYTVFRIAGDGRCMFRALAQGLAANKGVRMSGKEEKEEADQLKMAVREALCTSEQERRQHEDALISVTVDESLK
RYCQRIVRQDFWGGDSELLVLSRMLGQPITVYIPESEQGARWGTGYIPIAEYGSEFSKSTKERKGRKPVRLLFSGSNHYD
LLI                                                                             



>Smol_XP_002962970                                                              
PSVPAAASECGNQEPPRSNAGTSSSTRVGTGSRRATVPRPGFTAQRVRISPTSSHSTSPRAHSGEGDGYNSADESSSWSA
TPGFEEDEDKESHFEIELRRVKGFEVRRMVPDGNCLFRAVADQVYGDPEMFGETRQMCIDYMERERDHFSQFITEGFTTY
CKRKRRDKVYGNNLEIQAMAEMYNRPIHIYSYSTDPINIFHGQYETDLPPIRLSYHRRNHYNSLHDPSRPAVGAGLGFGS
LRGNNVDRDQVKAAIRAQQDQQIENALLAEGRFYSDLELTEQEIERMVMEASRAEYLAEEHHRQITHSSEETSSSAAGGP
SSSGVSLTDSAAINRSSNVRVLLSMGFSYFRVMEACSIFGDDVNNMLCYLLETEALKGESMYRMKGKAAE          
>Smol_XP_002960998                                                              
SWDSVGGLDAQQLGVLQKVASRGVFWQHPSLPVAKVYGLQYGGDVEADGNCLFTAVQRAMQLKEAPVEIRLATVRRFVDD
YEAADAEEKERLDKIIKNLYSPDMSTGWGVHVVQEVKLLAKKTDREALETEIEEMIQVGMSRESAIESVYNEHCLRVRDA
CSWAKYMSISGQATDEYDIVTLLYTEEGLLSVEMNAEGKAAAFGDDIAIQALASEFQRQLFVVQVHGKDGSAENSEGLIF
FLPHSPRQEISHPPVFLLMRGTGWCGAGGDHYEPILAKLLPVVSKEKAAYIL                            
>Smol_XP_002993943                                                              
PSVPAAASECGNQEPPRSNAGTSSSTRVGTGSRRATVPRPGFAAQRVRISPTSSHSTSPRAHAGEGDGYNSADESSSWSA
TPGFEEDEDKESHFEIELRRVKGFEVRRMVPDGNCLFRAVADQVYGDPEMFGETRQMCIDYMERERDHFSQFITEGFTTY
CKRKRRDKVYGNNLEIQAMAEMYNRPIHIYSYSTDPINIFHGQYETDLPPIRLSYHRRNHYNSLHDPSRPAVGAGLGFGS
LRGNNVDRDQVKAAIRAQQDQQIENALLAEGRFYSDLELTEQEIERMVMEASRAEYLAEEHHRQITHSSEETSSSAAGGP
SSSGVSLTDSAAINRSSNVRVLLSMGFSYFRVMEACSIFGDDVNNMLCYLLETEALKGESMYRMKGKAAE          
>Smol_XP_002989680                                                              
MLAQTPPPPSPPPHSSFLPQQPRFHSSSCVLASHGELGAATIWHALLPSSSTSSSSPYRLSAATAFSNGSWNVAGDARPA
RWLQGRHSAWLLFGFCSCFSAAVASSMRSIACCEAPSSLDQSLTHGKKVHKEFAVIGIPGDGRCLFRAVAHGLCTKQGKP
TSDEETQRELADDLREKVVDELVKRRAESEWFIEGDFDEYTRRMRQANVWGGEPELLMLSHVLGLPITVYMADERSNGVI
AIAEYGQEYGKGKGNPIRVLYHGFGHYDALLMPGDAGQGGE                                       
>Smol_XP_002979643                                                              
MDESVVMRRIIPADNSCLFNAVGYVMEHNKSKSSELREVIAATVISDPESYNEAFLGKPNGDYCQWILNPEKWGGAIELA
ILSAYYRREIAAYDIQTTRCDLYGQDKSYQERVMVIYDGLHYDALALAPFAGAPEDVDQTVFKVDKYGHIGPAERLAVKL
VEESHRNRKFTDTASFTLRCGICQEGVVGQKEAVEHAKLTGHTNFQEFR                               
>Smol_XP_002970452                                                              
AAKKVEHYTVFRIAGDGRCMFRALAQGLAANKGVRMSGKEEKEEADQLKMAVREALCTSEQERRQHEDALISVTVDESLK
RYCQRIVRQDFWGGDSELLVLSRMLGQPITVYIPESEQGARWGTGYIPIAEYGSEFSKSSKERKGRKPVRLLFSGSNHYD
LLI                                                                             
>Smol_XP_002967010                                                              
SWDSVGGLDAQQLGVLQKVASRGVFWQHPSLPVAKVYGLQYGGDVEADGNCLFTAVQRAMQLKEAPVEIRLATVRRFVDD
YEAADAEEKERLDRIIKNLYSPDMSTGWGVHVVQEVKLLAKKTDREALETEIEEMIQVGMSRESAIESVYNEHCLRVCDA
CSWAKYMSISGQATDEYDIVTLLYTEEGLLSVEMNAEGKAAAFGDDIAIQALASEFQRQLFVVQVHGKDGSAENSEGLIF
FLPHSPRQEISHPPVFLLMRGTGWCGAGGDHYEPILAKLLPVVSKEKAAYIL                            
>Smol_XP_002966964                                                              
MSMGNHHSSSSSSSPTFSYDQRNNSTNENDEAIAVILSEELAQLDGGEVGRRLTHMESIPHIPKINGEIPSPDAATLDHQ
RLLERLQVYGLTEHKIPGDGNCQFRALSDQFYRTPDHHMFVRKEVIKQLKQDPEPYEGYVPMKFSDYLKKMAKNGEWGDH
VTLQAAADVYGMKICLITSFIDTCIIDIIPKEPKSDRVIFLSFWAEVHYNSVYPEGEAPVSYTVRKKRHWFSFFG     
>Php_XP_001785273                                                               
IPTASSSRSQPTESEESHGKKVHFDFHVTGVPGDGRCLFRAVAHGACLKSGRPAPDESTQRQMADELRNRALDELIRRRE
TSEWFIEGDFDAYVRRMRLPHTWGGEPELLMLSHVLQMPITVYMKDKGGIISIAEYGQEYGNDDPVRVLYHGFGHYEALH
L                                                                               
>Php_XP_001784935                                                               
MDRRNTGSLSNPSTVSSSQDPYSLDDDDRQMALALSEEYQRLDREVANRLTKLESLKHVPRTNQSFPTYEDASADHQRLL
DRLVLYGLTEQKIKGDGNCQFRALSDQLYRNPELHKYVRKLVVKQLKANPEVYSNYVPMKYSDYLKKMAKNSEWGDHVTL
QAASDHFGVKISLITSFRDTCFIEIIPEQQKSPREIYLSFWAEIHYNSIYPVGSEFLYHFVSVTLNFVSLQRVSFVLS  
>Php_XP_001781788                                                               
MTSDPVGCSYASAPIPLAPPAPLTPVSLRRSGWVGSSALSANRGPSSRRIPRGLKGTRSSPNSSRPTSPRSYGEGDGYNS
ADEQSPWTPGTSGYEDCMERERQFVIELRRVKGLEVRHMAEDGNCLFRAVADRVYGDAEMYDETRQMCIDYMEKERDHFS
QFVTESFTAYCKRKRRDKVYGNNLEIQAMAEIYNRPIHIYSYSAEPINIFHGSYETDLPPIRLSYHRGNHYNAIVDPCNP
AVGAGLGFGSLRGRNVDTEQVKAALNAQQELQIDKVLLAEGRYYSDMELTEQEIERMVIEESRAEYLAGEHLGSPRNSSD
VMVSGQGSNRRPASRSPSLPATSTPSESSVLPENVRMLLSMGFSYLRVMEAYSIFGDNINDMLCYLLETEPHSSGVGENI
RRKGKAAE                                                                        
>Php_XP_001776636                                                               
SQALKKVEHFTVRRIVGDGRCMFRALVQGMALNKGMNLNSTEEEQEADQLRFAVMDAICRSDKRRTLYEEALIAITVEES
LKRYCQRIPNSSFWGGESELLVLSRMCSQPVIVYIPESEAKQAARWGTGYIPIAEYGSEYTKPGKDRKARKPVRLLYNGS
NHYDLLI                                                                         
>Php_XP_001776209                                                               
QDKVLEIASLNEQLSLLGLKVVPVTADGNCFFRAVADQLEGAEEQHSAYRQKAVDYLQEHREDFEPFLEDGIPFDNYLKT
MRENCVWAGHMEIQATSLVTRTNICIHQLKTPRWHIRNFNTADTKTIHLSYHDGEHYNSIRRQDDPGICPALPFIIEGDA
TPATQPPPIKTRSFSRDKGIEAATMKSVMERSGCTSETRVREVLRDVRGDADAATEYLIAEMSGDASSSCSYESDSGSPA



ATSTSLVSSTINESEGGTGIFNDSSASSKVFFFSTAHLTQLTILHSVGRNKPCPCGSRRKYKACCGTSRTRMTLAYMSRF
NFRTFVQYSILLVGWRIHIVDEQGVFFQPWVVVLRFWLCKFVKG                                    
>Php_XP_001767055                                                               
MATSSSLINLIPRNSISSVDGDFELPLILSEDYSHVDKELARRFHELDPIPHSPKVNGVTPSVESANADHHLLLHRLSLY
GLTERRIAGDGNCQFRALSDQLYRSPDHHQFVRDKIVSQLTNLVDKYSGYIPMSYNEYLKKMSNNGEWGDHVTLQAAADY
YGVKISLVTSFKDRCFIEIMPSTRKSAREIYLSFWAEIHYNSIYPLGGVGSDFRDKLVLL                    
>Php_XP_001766385                                                               
MEKEGRGPATNKSLESLEAGRLEATLVAFAELGTTQTINFGNLDGKGCDDFGERLHMVKSGVILGRRRRGVGMTEAPNSV
DLRAREDKTKEIASLNQQLGLLDLKVVLVTADGNCFFRAVAEQLEGDEEQHARYRQMVVNYLQEHREEFEPFVEDEVPFD
EYLKTMREETTWAGHMEIQATSLVTRTNICIHQLKTPRWQIRNFITADTTTIHLSYHDGEHYNSVRRQDDPGVGPAKPFI
IEGDATPASQPPPVKDNIKDKSKVVEAATIKRIMGSSGCTNEKRVREILLDVHGDADTAIEYLIAEAGGDASSTGSDEND
PGSSAATGDQNRISVSDDAESARSLSSHTASESGRIGNASSVSSQSVGRNKPCPCGSKKKYKSCCGTSKNRTTPAYMSRV
EEPLSNRMRKQKVKMTKGLHHPSDEEVPRTADTLDMGAICL                                       
>Php_XP_001766302                                                               
MNASNADVGHVSDEDAKSKAKLKETRAEMLSRHQKEIKELQGKEIALKKAAAKGSKAEQKAKKKAAEDEIVKLDAVMKAR
QAKELASMGFQGDEKEQVASIDTLVKAIAGVTTSGAPDHPGRPSKGQKFREKRAQQEAQRQQRIQEEQSNLVNEREVEDQ
QLTNKLNPIGLGLKEIKPDGHCLYRAVEDQLALHPNACPLLSYQQLRELAASFMRSHPEDFLPFIGGDLEREIEGNDPQS
KFETYCREVEATASWGGQLELGALAQALKKHIVVYSANGPDVEMGTEYTNADLKLRISYHRHAFGLGEHYNSVVPLLPR 
>Php_XP_001765219                                                               
MILGSPDPTLVNSPSKSLGTLRSGILSVDNIGLPRLSSLNVRTAMAGCLSEGSWNVAWDARPARWLHGRHSAWLLFGVCA
CFSAAAVPLITAESSPVVAEAVVDSLPPPTALSDPENKSADPTLVTPQTEHCGHGKEIITDYTVTGIPGDGRCLFRAVAH
GSCLRRGKDAPDETAQRELADELRNKVADELIKRRDSTEWFIEGDFDQYVERMRQTYVWGGEPELLMLSHVLEMPITVYM
TEEKTKSGLIAIAEYGQEHGKIDPIRVLYHGFGHYEALQIPNSKANSKL                               
>Php_XP_001762675                                                               
FIEGDFDQYVERMRQTYVWGGEPELIMLSHVLQMPITVYMIEEKIREGLISIAEYGQEHSKIEPIRVLYHGFGHYEALQI
PSIKAAWKF                                                                       
>Php_XP_001761991                                                               
FIEGDFDQYVERMRQTHVWGGEPELLMLSHVLEMPITVYMIEEKTKSGLISIAEYGQEHSKTDPIQVLYHGFGHYEALRF
QVTKQTQNCR                                                                      
>Php_XP_001758100                                                               
HVPRINISFPTYEDASADHQRLSDRLKLYGLAEQKIKGDGNCQFRALSDQIYRTSQHHKYVRKQVVKQLKANPVMYSNYV
PMKYSEYLKNMAKNSEWGDHVTLQAASDYFGVRISLITSFRDTCFIEITPVVQKSKREIYLSFWAEVHYNSIYSVGGE  
>Php_XP_001754223                                                               
MEYFRAPAYVNHFDNLAAHIWTQKSSVSSSVVRVETKVWEGGQCEVVGEGNYTFREDEEGMEGQEWGSTPSSSRSPQREF
EVNDHDHQLAIALAEDILGVAVEEDLLAKRLSDLNPESFVPRVIADIPSTDAYSAKNRLLDRLKYHGLAERQMAGDGNCQ
FRALADQLYGSPDNFSSVRADVVEQLSQARDSYTSHVPMEFDDYLKVMASDGAWGDHVTLQAAADKYGVRINLVTSFEDR
YFIEIKPAQQRSNRVLYLSFWSEYHYNSIYPLEATITSMSHQNAPNSRRRKRRRNGSPWIEPGSNTLLLSGIFKPM    
>Php_XP_001752879                                                               
MADESVVVRRVIPSDNSCLFNAVGYVMDKDKHKAKELRQVIAATVLSDPTTYSEAILGKPNQEYVEWISNPDKWGGAIEL
AILSDHYGREIAAYDIQTKRCDLYGQVRGYIERVMLLYDGLHYDALGLAPFPGAPEEVDQTIFSVDKNGNIGSASRLAER
VVEEAHRARKFTDTGNFTLRCGVCQKGAVGQAEAVEHAKATGHTNFQEYS                              
>Crei_XP_001700932                                                              
MSGRSVVCVSPRCHTGVCGWQLNPSVLVEYKPSTTATDTQCQGKGKDGKGKDRSKWAAHEADLETELAALGLRIKDITGD
GNCFFRALGDQLKGEEKVHAELRARIVGFMADHEEEFAPFVEDDESFGSYVARMKKDGTWAGYMEVVAASRCLGANLTIY
QAGQPRWRVVHHPEDTAPMLHLAYSDGQHYDSVRCADDYGHGPAAPVVIRGDGTVPARPQRPAGSEPWDERDEARVAAST
ACRDLGLVRAALSAAGGDVEAAVEKGSVPIAPVPCESVIRKSCTCFMYEQGTLSIRDATCQPTERAGPPRPLALTQLLRC
RGRGRCHWIR                                                                      
>Crei_XP_001696776                                                              
VVRRVVDSDNSCLFNAVGYVMEGSRSTAARLRRVVADAVRSDPFTFNEGFLGKAVEVYCDWIQQPDKWGGAIELFILAQH
YKREIAAFDIRTKRCDIYGQDKGYPDRVLLIYDGLHYDALAVAAFAGAPEELDVTCFEPDTAGGRAITAAAEKLVEATNA
ARQFTDTANFTLRCGVCQIGIKGEKEAVEHAKATGHSNFAEY                                      
>Crei_XP_001696454                                                              
GCVVRREIPADNSCLFNSIGYVMHRSKTRAPHLRNVVAQQVSGDRNTYSDAFLGMSNESYCAWIRQPYNWGGGIELAILA
QAYGIEIAAWNIESKKEHVFGEESGYKRQVMVIYNGVHYDALAVCAHPRANADEDELNYNPRGKRGKMIIAAARKLVSDN
NGAVGAGLSGGTKLSCGDCGVMLDGPAAAQQHAHSTGHVNFSEVAAA                                 
>Crei_XP_001694066                                                              
MATTYRAAFGNAEHHKAVIQELCGKLGLPVPGPKPRPDTSGDSELAHQMAEDERRAAGYAVPRPDVTTSPSNVKVQMVGS
GGAPGMHFNSLVPPGARHQRSYSDGSARLVQQQHLQQQQQQQQQQQQQQGDQQPEKLQHRHSLLMPDIRRSSGGGTQAPA
AGREPAPAGASGAGTAAAAAAAAGAAAGLPRPPAGAFANARHQQVVSDAELAARLQQVEMAAVADATGTPQSLLFPDLQS
QPSMRELALGRTLSCVPSVMMSPQMMMSAATVPPPEPVVSADRRRLQDTLRLYELTERQVAGDGNCQFRALSDQLYDNPE
LHAEVRRAVVAVLRQRAAAYSCYVAGDYQAYADGMARAGTWGDHLTLQAAADTYGVRLVVVTSYEHSPVITLEPEQKKSG
RTLFLSFWAEVHYNSLYPAKEPPAPLPRPSAPAAAVTATSKRASGNGGGKDGGKPHKVLGSRKLGQLFNV          



>Crei_XP_001693661                                                              
MSLPAGIVDIGLAAAKPEETPENGECAFHAIASGLPKAERYLAAAYLRRLVVRGMTTRAVWEHMQSIGGGFGLVAAHQSA
VLDNSVHLGHPAAYAAWMSRTSTLATYLELMVLAEILGAVIVIWLKRATCYHGHQKLVPTAPTRVLHILISPTPTNAGHY
EGFTSTTEQSLHACVDVGAVSPTGWDLWCKDAPAVPAALAPLRAEATGTAIVQALLSAGSTFVPALSQLVRMVAAGVQEP
LTFGTGGGEGGMAAAASTGTIDRGAGVQSCTYVALANVMTSDA                                     
>Crei_XP_001690212                                                              
MLLSQRVLTAPQGVRRGAAAVRGHLPTPPVVAPPYVISSRHYSEGSTLGLVAPSFAHAVSSAARRLQPQHQPLLLTRSSA
TSSSSNSSGGSGSASKELRFAIHRISGDGACMFRAIVQGAQYATRGKAMPAESEGTAAHNLRLAVVAELRKRREEIEPFL
PGIAPDFDEYCKTMSHPMAWGGEPEMLMAMHVLGRPITVYHVSDRGLEPIVTYGEQLLAAPGAAAPVHLLWSGAHYDLLV
PAAA                                                                            
>Crei_XP_001689570                                                              
MGRLPKGFKKSAGKPHEVEDEAAPAAAPEHEHAKEEAAKPAHAPAPAAPAPSKPAAKAEEHAAHSDSDDDSDDGGEKGPE
TRGKMLQRHKKEMAAHKKVVQKLGSKKKDEAAKLTAEMEARHARELKELDAREKAAAAAPAAATPAAVAAGAGAAAEADG
AAEALDGLALGGGHKAERQARIAEELAALGPSDKALEEERLADLLAPLGLAIREIRADGHCMYRAVEDQLGQAGGAASAP
DHLALRKLAAAHIRAHADDFLPFIFDEDEKGEPAEQLEAYCEELESTAVWGGQLELGALAAALRRQIKVHALGMPTVTLG
DEHAASGGPPLQLCYLRHAFGLGEHYNSVSPLAKAPADSEDATGAAPPATS                             
>Crei_XP_001694579                                                              
MAWSGMTGLCMRGAALQVVGPGEDAASSLSLPPLVPTDSSIRGRAQELHRQLSHLREPMLVPRDQCLVNLDFDLRLDSTL
ATVLEAGGGSPTATAGEDAAAAAAAAAGTGSPAFKGHEQRLRERLERLNLDMLIVAGDGNCQFRSVSNELYGTQEHHAAI
RRQAVAHIVSQRDSFECFLGEDFDVYVRQMSRSGTWGDELTLRAVCDSFGLTVHVVTSDVDHGYLTYEPEDVRYARNVYL
GIVVLT                                                                          
>Vcar_XP_002958841                                                              
MAKKEKTASKKADAIAKRKDSATADAVKDKKAGKVRIIRGWRCAPSSKRPDLQLQNASAIDYSVTLFECAQERFKGKGKW
DGAGTNGDDLGTELAALGLRIKEITGDGNCFFRALGDQLQGDERQHVQLRQRVVSYMLDHQDDFAPFVEDDERFDSYVAR
MKKDGVWAGYMEVVAASRCLAANLTIYQ                                                    
>Vcar_XP_002958768                                                              
KTGKAQKRREKLAQQDAERERRIASELAALGPSDKAVEEEQLLQILAPMKLGIREIRADGHCLYRTVEDQLAQAQSRRAV
PDYLALRRLAASHIRAHAEDFLPFIYDEDSPGSGEEQLEGYCRELEETAVWGGQLELGALAQALRKQIKVYAAGLPPVTL
GDEHAEEGVLQLCYLRHAFGLGEHYNSVVPLGGGAGRGEDVRG                                     
>Vcar_XP_002958472                                                              
MERSRSRADELRKVVARVVANDPITFNDGFLGKDVREYCEWVLRKDKWGGAIELFILSQYYGKEIAAFDIQTKRCDVYGQ
DKGYSDRALLIYDGLHYDALAVAAFDAAPEELDVTMFSRGGREGAAIMQAAEKLVPTHAVRQFTDTANFTLRCGVCQIGL
KGEKEAVEHAKATGHTNFAEY                                                           
>Vcar_XP_002957108                                                              
MSMFGDACKRAAAASLCRTERKIAWNYRGLQLAPASTAAAEGEREAGSGRRFRQRVGGAASENGDGGNGSTGAMFVVGAA
AAAAPPPPPKEIVGGQDGADDTESNDGNGGDGVGARCAAAAGVAVAVRRSSDGGAAAAAAAPDSDVIMISSSSTAEAAGY
GNDDVSDGNGDDDDDFVAEEFPPPRRRQAAAAAAAKGLRGRGGGAQAAGGGAKAKAKPAARRKAASGARAASAASAAADL
AIADGGGCEGGGGDGGGGDGGGGSVALAAGTVDVAAAGVGVGGTAARKRKSRQTVQSAAETAVPAEEGGKARRRRTRAAV
AAAAAASGEEESPKQKRRKPQSQKKKKEKEQQEEEEDEDDDGDDEDDDDDDSDVVLVSEDEESEEDDVDADASLDAAANH
ARDMRDPPPELLMPLLPYQKQFLAWAVRQVAGDADGAALREADIVLTTYSVIENEYRRFMLPNKVQCKYCSKRFYPERLK
VHLRFFCGPYAVKSEALSRAQRKEKKEKKYDNSRKMTKTVETEQQLQQQTRKRTRKTTGGDGGGGGGGGGKGGLRNCNGK
RGRGGTRTVAATGSGKYGEEEEEEEEEEEEGDGDFEPDEAVEVEGEEEEEEEEVVSEEDDVVDLVSEQDEEQEEEEKRGG
TRKRITSKKAASGKRGGGTVKGGGKNGGGSVRQSGSRRSGSRGGSKGRDLAELAEREAEEMIEAAARAAPSRAQDASVLH
RVPWRRIILDEAHSIKDRRCSTAKAVFALQSKYKWALSGTPLQNRVAELYSLIRFLRFVANPIKAHGYSGRGRTALMLLK
NRILPAILLRRTKVQCADDLALPPRTVLLRRDRFDELEEDYYQALYTQSQAQFGAYVDSGTLLNNYAHIFDLLIRLRQAV
DHPYLVIYSATNNPATAAPAAVNDNGGESGDGNAPSPDAVINTGAYGGCGGGMAIPICGLCHEEIEDGVVAACGHGFCRT
CVIDHVMLMDPWWNPAVEQQAQDRIHRLGQYKPITVVRFVIAGTIEERILKLQEKKQLVFEGCSGVQGRTMAVHVLYGGR
LRQITPVYLTALVVARQVASDRTTYSDAFLGMTNEAYCNWIRQPYNWGGGIELSILAQAYGIEIAAWNIESRKEHVFGEE
SVCAGPRANPEDDETSYNPRTKRGKMIIAAARKLPTRRLLLLIPMSQRRWQLTKQRVLQPPGRGPGAPKPQPRQPPPGGF
PDPMCFLDVQSSAKYPTHNRRLAEVKAWLLLPSRHGASGFKSACRPLVVFER                            
>Vcar_XP_002955726                                                              
MTTTYRAAFGNPRAQKPVVDSLLGPPDTSSDSALARALSEEENGVAPDENELASPSGVNVHFSMWEGGSHSQKRKAADGS
PFQQQSNQGDAPHHQQISDAELALHLQRVELASAADATGTLPTSSGMLYPELLGQCSAREQTLSRTLSRAQSVRASPRVA
AFSLPPPEPVVSADRQRLLATLRQYDLVEREVAGDGNCQACVGLISEGCLFLERRAAVPGSRQCKRHLVIAEFRALSDQL
YGTPEHHTAMRLAVVETLRKRASSYSGYVPGDYDEYCTSMAKSGTWGDHVTLQAAADHYGLRIQVVTSFAHSPLIYIDPA
TRLSPRTLYLSFWAEVHYNSLYPAQEPPPQGPLARPPAEVGPSASCSTPSTSPSAPPLPPDATWADGPGPAGSKPPKVLG
SRTLGRVVREVEKVTAPRRGGH                                                          
>Vcar_XP_002948507                                                              
MQRLKFHRSQSSLSLTPQLTRASASAGAAGESSSDGSPQQHQQQQQQQVRFRLWRISGDGACMFRAIAQGAQMATHGKAM
SLQSEEVAAQNLRQSVVRELRRRREEMEPFLPGIAADFDEYCRTMSHPMAWGGEPEMVMAVHVVQRPITVYHMQGGELTP
IVTYGDYLLGAVQPISLLWSGAHYDLLVPEGAVAGAATATAA                                      
>Vcar_XP_002947611                                                              



MNLCLRAKAVEVVTIGNGVQPPEVPEDSNLRGRAAEMHRQLSHMKEPIVAPRDLLIINLDFEGVETLAEGPLWIPRQRTA
TSTTASTSVTQSHINAPQANPSPPASKAAAPGSRSCRSSTSSTSISSGEEPLPSVRGGGCGRAACSMPDSELENQRATAN
AAVAQLAEAPAGPFAVAAAAAGAASAAAAAEWGGGGGKGGSWLPAASGGAATCGGRTSCEGRQAPLTRGFVRVKSVRPPE
GLSWTHSRKCLEAVSHILEQRETFKAFLGEDFDQYVRQMERSGTWGDELTLRAVCDSFGLTVHVVTSEEDHWYLTYEPEC
RKLDREIFLTYIAPIHYNSIKMRVGDAAPSRLGDCAPDWNPIPSLWLRRRSSLKTMALNVSRSFRNMGILSATGPGL   
>Cvar_EFN58326                                                                  
MPPARTEQQQAAEQPPRRLLSQVPLFELARAAAGPAIETSLRVVKVAGDGRCMFRALAQGLARNQGRFLGQAAEEQEADQ
LRLAVAEALCRTAARRNEFAPAVYAVEAEDKMQNYCKRILSPAFWGGEPELLVLSQMLRVPILVYIPSREAGSSGRPGFV
AIQRYGEQHSKTKAGKRRKAVRLLYSGSNHYDLLLRR                                           
>Cvar_EFN51272                                                                  
MAPAPPSNGHAQAAAGSANLAGLSEDEQLARAIALSLGQSVPDIPPAAAPTPAPPPTAAPTAKPPVRAHPAAPSTASSAQ
QGAPTAVALADGTAVVRRIIDSDNSCLFNAVGYVTERSRKLAPRLRQVIADAVLADPFEWNEAVLGKEPAEYCRWIKDPN
KWGGAIELSILSRHLGREIAAFDIQTTRVDIYGQGSGYSERVMLIYDGLHYDALAVAAFEGAPEQLDVTVIPTSGTRTEM
VMQGAKQLATKAQTARAFTDTANFTLRCGVCQIGLKGEKEAVEHAKTTGHTNFSEY                        
>Cvar_EFN51212                                                                  
MACLAFGRATLLSHPSFGNRQADDAEWRHQLTVQNDLARITQENAVFDALAQQVTAFVCNLDEATVNCGAAEPHTIHISS
SSGSGSSAGGSLSRSSSRGTSSGGAGDGSGTRSPAGCNSSDSSPAALASSHFRRLRAFPHRRSGFGWRDARAAFESAMRQ
ENRVERMVARSDPAAAEKRLQQRLLVAKLEAVAFKGCAAANSLFDALSLALWGTAVFGPTLRALGVGYAANHPEEYSCFL
GDDWESYLSGMAQAGTPGDELMLRAVADHFGFSVNIATSDAFMWFQRYSPAKTMTHREVNLAFLGPNTWMPVRRQSTITT
LKLSLSGGSEWRQARETRRKMHQLDMHPAAPTL                                               
>Cvar_EFN50896                                                                  
MGKKGGKAFLKSARAARAEVDDSEEARQAVPEAAALTAAAGSPQPQPAFSAKAAAFLKDGAAADDASSNDDEEPGAETRG
KMLQRHKREQKALKDQMKRLGKEGKDEGAKLEAEMEARHAAELASLAGDREKTVAEAVAVADSLYSVHLGDEEQGEQQHK
KASKGQRRREQRQREEQEREARIQAELAELGDTDRVIEQRELKAILRPLGLVIREIPPDGHCLYRSLEDQLQQLPAEVAP
PPTAEGEQDADELNFLLLRQKVAEHMRQHAEEFKPFVLPEDLASGGGDDLFEAYCTELETTAAWGGQVELQALAQVLKSH
IAVYTVGMPVQDLGEEYKESGRTLRLCYLRHAYGLGEHYESVVPGVADDEEQTDEDDAAANDEE                
>Cvar_EFN56859                                                                  
MGCCCGEEDDEPFVEELRNQLSSIMPPLDVGWQADATVNVALTSQPSLGVFERRHSMSLGAATMPRREQQQPGNGQPHQL
KWTDSRKLLEAAIGMEQMQPIPENTPPASNGWGWGQGQGPGLEAEEARLQERLFKLKLEHYVMEGDGSCQFRAVSFGLYG
TQRHHTYVRRKAVQYMQQRRQDFEAFLGEDFGGYMRQMGRLGTWGDELTLRGICEALAVVVNVISSDRENWFLRYIPRTT
RPQHEIFVTYIAPLHYNAVRRQNTGARLRQSFGRQGSQLARAVSSYQRRYGIPETPQHMMHAL                 
>Cvar_EFN56165                                                                  
MGKKHQAASKKSKHAEKGAAAAAGSSGDAKEERQKGGKQQRRRNKEHRWAVDDLERELAAVGLRIKSIEPDGNCFFRAVL
DQTEGEGGDHLGLRRRVMDHIEQQQEHYRLFIEDDEPFERYVSRMRKEGVWAGNLELVAASTLLQRNINVYQAGQPVWHI
KFAADAPVLHLSYHDGMHYNSVRNAGDYGSGPPQPLRLGGGGSGAAGPAAVAQAGRSFGS                    
>Cvar_EFN54571                                                                  
LRLYCLVERRIKGDGNCQFRSLSDQLFRTPRLHGFVRERVCKQLATEPQRYSGFVPGGYQQYCADMARSGTWGDHVTLQA
AADHFGLRIFVLASYHSSAVLWIDPQEQRSRRVLWLSFWAEVHYNSLYPE                              
>Otau_XP_003083902                                                              
MSDGGRAQSASSAARAAHSSVATNFPPPPLGRPRELAQVAKASAKSKKRTKSGTNKTPRRKGEFYDVVRVRGDGRCMFRA
LALALANVAGRVMTSGEEEREADELRLAVAESLCRTPDKRQDFSEAVMAISYEQGLETYCRRILEPAFWGGEPELLVLSR
LIKRPIMVYIHASQAKNAEGHGFVAIQTYGEEFSKNHYDLLI                                      
>Otau_XP_003083793                                                              
MPRARASAPAPPPPTFDVVHGEESPEAMRARHARELAAIETFVKTFGRGKGARDRALRAVGAVTDRHLDEMRAFELARAD
AGDDEDEDDEDAADGTADGDADAAATRLATLDVDATREDESGDAMGEKKMTKAARRRMKREAEERERERRIEAEKAALGP
SAETSERETLRRKLQPLGLAVKEIRADGHCLYRAIDDQLTMVRGRGHEGGYTGLRETCARTMREDEDAFRPFAEDGCGED
DDKWNDYVRAVESTATWGGQLELMALSKALERRISVYSATMPTVVMGEEFAPEGELRVAYHRHAFGLGEHYNSVEAAGR 
>Otau_XP_003082607                                                              
MRLRYAIQQHKHITICPLERTFDCYYMLTEESENALTQDDAAIAACLSHDESEQAQVDAQIASDEALARNLSDASRLDGW
WDDDSWDKEIARAVHERDGEQDGSQFVPKLNAHVVDPESGSFPPPKSAVNFDHGRLLLRLDFYGLREKIVEGDGNCQFRA
LSDQLFRDGGENHAAVRAAVVERLAEQAEVYSPYCSPMTMDEYVQRMSQQGEWGDHLTLQACADAYGVDINVLTSYMESG
FIEITPSGGESASSPRSLWLSFFAEVHYNSILPGTPSHQDRFANSRRHPAHDDGRIDALHHVPETPNHQDSIATRQTSAQ
TRRSCARRLAPTRTVGSPRSSSATTPTDTAHRTLPLRPPLPGASPCRARRSVTSDLSLAQSRKRRSRDVLLSTRRRASTH
FALDAHAPRPARVLSHRSRRDAIEPQTFRGDANATSASSRDEARDQRGMRARARGIQGLYLGSLLSILGGAAYIVVRQVL
IRRELDDQAKKMGERIRAGNASAEDYFEMGSILLRKKVFTQAVRNLQAAAANWDGDEQDLALVHNALGFGYSNTDKIDDA
IAEFKKSVALQPGYVTAWNNLGEAYEKKKELKEAIKCYEESLVLSPKNPTATERLEEIQTRLRRRLEL            
>Otau_XP_003081356                                                              
XVVEAIRRREEDYAPFVEDDEDFESYVERMSRDGEWAGHLEVSAAAGVLGVGVCIHQSGSPRWVSGAEATDERCRTYHVS
YEGCDHYNSVRIRGSKAGTPAGPLSVALLRDPDLREIARRSGCYETERLRRALRACRNDVDAAVDVIEDELEEEARAREK
AIEDGVDIAEFDGGDWAEVQTKHKGKKKGGNRGRHRRDGGIEKVDSFESLAI                            
>Otau_XP_003081202                                                              
MRLRVRTSDGAQAVVDIADNATVGALKTAIARTTDIVESEQEWHFGFPARPVDATDFSASCASLGITNGETIAVSRVTIE



NASTTPLGTTIEGDSTLVEELAAMDEDEALARALAASMEDGANADASTSVDVTSMHAVRRVIASDNSCLFNAVAYCVERS
LKEATRLRRVVADAVAADAATFSEGFLGKSPKAYVEWITKPNSWGGQVELFILSKYYRVEIAAYDIQTERCDIYGEGEGY
NDRIMVIYDGLHYDALVLHPVFGGADVSRDVTRVPPGVALPAVQRLVREQHASKKFTDTANFSLRCLVCQKGLVGQAEAV
AHAKSTGHANFAPHSLSLWRTRDNRLANNVDALHVHGVSRACEAGVMRIKQVVVEGFKTYREQTVVDFDDGLNCIVGANG
SGKSNLFHAIRFVLSDVFGTLRAEDRQRLLHEGAGHAVMSAYVEIVFDNADGRLPVEREEVRLRRNIGLKKDEYYLDKKH
VTRAEVVNLLESAGFSRTNPYYVVQQGKIMKMATMQDEERLDLLKEIGGTSVFEAKRKESLKGLDETKSKREQVQETVEF
IESRLSELDAEKDELQKYTDLDKTKRSLEYTIYEQELSDTRNKLDEIEQKRSAVHECSRVDDEKLNAVNDKIRAREKEFK
DGNRAAAQLKKELDTAEAESLDVKDLRETIQSGEQALPGIAGQKTDVEKATAETQQKLDVVRKKYDAEAAVEEAKDREIA
DVDRRLQSLYQKQGRSDRFKSKAERDAWLKGQIKETNKTKQQKLKEVEMLENDLNDIRKTQSSDEKDRATMEAELVVEEE
KLAEVDAQYKKVMAERNQAQNTRKDLQRQENDIDNSLASCDEDIKKRDKQLEFTMPRDLQRGMAAVQRIVKEHNIEGVHG
PLIELMETDERFHAAIEASAGNQLFHIVVDHDDIGSRIIEYLNKEKGGRVTFLPLNRMNAPNVTYPEGSDAFPLVSKLKY
DAKYDAAFKQIFARVLICRNIDVAVTKAASSALNCVTMDGDTVSNKGSMSGGYHDSGRSKIAAMTALRELNINRESLREK
ISIVKKSLEASEQKMSSVLGDISRLESQRRYSMQHVERLKSELRFYGDTGTRASSLLEQTEKRIATMRADIAQLEMQVTD
LTSEIGSSLDATLTPAETQELGKLTAQASTLKQEKVVIAARRLDVYAQLSELQTSLETNLARQQKRIAITSGEVDINGLR
AELAKLEGQLKAVQNDEAIARKQYDGVAEKMRTAQASVEAASAEIEQLRGSQVSMNMSMSEREKEIETLITKTSMLANKR
EQYQKKIRELGSLPADAFDRYRSESVSALRKLLGKTNTQLEKLGHVNKKALDQYQQFTEQRSELEKRRAEINKAHESITQ
LIDHLDRKKDEAIERTFKQVSVNFRDVFHKLVPGGRGELVMQRKRVANRDPDEEGGARAADLTSFSEKYSGVKIKVSFGQ
GETMQMKQLSGGQKTVVAVALIFAIQRCDPMPFYLFDEIDAALDPQYRTAVAHMIKSQAVGKTQFICTTFRPEIVKEATC
IQGVSHSHKVSTVQKVNLEEALNFVGDDTQQVAPIERGPPTP                                      
>Otau_XP_003079448                                                              
MLRAVALVACVASTSVRAHVTTTRQPLARYASSERGCTASRSFTKKSGHHVCRARLNSVSSSSTDASERAFEVHPVAGDG
RCLFRSLSVARSLSISGERMDEADELREADELRTSAVNELLERRDETEWFIEGDFDEYCAKMRASYAWGGEPEILMLTHV
LASPIGVWMDSTAGLKRIARYGEDEYASEPQFDLDVLFHGGGHYEALRVIEGE                           
>Otau_XP_003078361                                                              
MNSDTDGHVERDTDDNETVTIDRAQAKIYRAEENLPQLYRLLYAYASVVLDTMAEHGEWEDRRHGERVRREKTRCEEALR
EMEVLKPMIDTEAEAYRARATAVASSAEAQKVRVAAAVEGRVETERNAGASTGTKTSTRVSLVAARLPAAHPTGKTNASS
VGEAAPSAPGVPSTRHAHSLLPPPPPPPPNEDGVPFPEGIMYNASSVDFQPKVVVQVPSTDEAATDHTRLDTRLKLYNLR
EKVVRGDGNCQFRAIADQLFRDQERHAECRVVVINQLRRRAEDYSPYVPEDYDAYVEAMRKDGCWGDHITLQAAADAYGV
RMCVISSYKDNFIVEIQPREQRSSRVCWISFWAEVHYNSLYGI                                     
>Mpus_Micpu123361                                                               
MRRGVTTIPNLPPITTENRGIERRLTSAPVRAVPVKFTSELADRRSMSLWKKSALAMTAFGGASSSSTSTGVGSGKNAAA
KFRRNDSRIAGAKEKQRDLERANSNESVKGHAAGVALLESRLRSMRLRTERMGDDGNCQFRSLSFNLFGSQDHHQAVRDA
CVDHISQRADEYAIFFEDDAEFRAYASEMRKPRTWGDELTLRACADAFRSPIHVVQSTEDNWYLLYEPAEGRGEKSKRLY
VSYISPVHYNSIVPAE*                                                               
>Mpus_Micpu53790                                                                
MGKKKGGGGGGGGGGGGAPTFDPADVASETWEAMTARHASETATIEAHCASMTGKKDRDKKMRLEGEVRDRHYREIAEWE
SIHEDARGSGPPSGSASASSDDEGEMKERAMSPSPPTAAMARASVRDDGDGDGDGGPTITKAMKRRAKKEREEREREEAK
EVERANAGPSDAARESDALKKKLAPRGLAVKEVKADGNCMYRAVEDQLKRRRGMSSSSSSSSSSSITHDHAALRKLCADA
MRDDEWSYRPFLEACAETGDAGDDAWRAYLREVEDVENARWGGQLELRALSDALGRSIRVYSAHMPDVVMGGGEGEGEGG
DAAIEVCYHRHAFGLGEHYNSVVDAT*                                                     
>Mpus_Micpu55971                                                                
MGKTHRAAQARLGPKKKASHSRGRSGDDGDDDETLRRQLADVGMRVREVSSDGNCFFRALSDQRYGGESRHASLRASTVK
YMLANREHFEPFIEDDEKWDPYIARMAEDGTWAGNMEVQAASHVCMANFCVHQVRSIHWSPYDRVGVANQPRWEVVNFPA
AASRWFHFAYQGNEHYNSVRTRGTDDEREPGGPIALDRRSGRGEWMGWDGEGGGGGGGGGGGGGGGGREPSAAAVAETVA
RSGGRGKKSRAREILRLFGGGDVDSAAIALREEVNYRGVLRSGEDDDDDDATAKEVRSIHWSPYDRVREVNADP*     
>Mpus_Micpu187401                                                               
MSVAVLRIVTEAFMAVMSGCGDVEGSSVHATLVVSPPITSVSTAAPLRPPADSPPARLAAGMRTRAVRRKWRVCVFQERW
KALMMAMMMTMMTAASVATPTPDDADAKATPVKASTATDETHGETPSSVLVSPAVESTLVPAAAESTVEAAAAITASSEA
SLPTSEPQSSVAHSAATATAPSEASSPEPEPQPESSVAPSAAAASAAAAMTAPSEASSPPPEPQPESSAPPGAATLVTAS
NLNRCLRGGGSSTGAKTITSSPNADETSTGPAFFPRSFMKKFRNNILGFELRSVGEPIQAAIGRFLTASAMKILNTRGDG
NCMFRALLECMTGNSDKHVEFRLQVVDLMRSDPNSYRAEAEADQVDDAPHDRPFDFDSYCDNMKRVGIFGGTPELHAASV
LLKVDIMVIDVRYGRLVLDTGGDQPQERGTIAVAFDSDGKHYNAIVHLELSRRGFPDDTEASAATFSVNTTKASFADATP
TSGVSTAASVVKTRARAQISTSFSEEDEVTSPGADPRDTEFTPPRSSSDAPNTRARARATGRSRDAPTATSRDARAAARS
KRNAKHADDDVDPESESTAAASKHFPRATRPNLSAHGSKAAKRIKTSPSTSAARTQAAAPTPSRSRAQQATAAKPSRYNL
RPPKRTPTSTSATPAATPAATPAATPAATPAATPAATPAATPAATPAATPVATPLQSVSSRTRWRGRDRGGGDGFDANPP
RLQSSALVATSAAPTPSAPRTKPKSKAKPAARTKSKSKPYKGKAVTRGAHSVVQDMHSVETRNYEAGKVARQQRKSPDER
SRDDAAAEEARAANAARDAEEREAFKLRYETIDELRAAFEADPLSDDECVRDIKAEHDAMVAAAKKRAADEAKDEASRSV
PKPAELKRRILTPAERARVDKIDAPWRGVAKAYLKHDWPLPFWFSAGALAQGNETLELIVEQYEIDTLDELGHWFGAMCS
DAYFETNTGRFALKTTNRDYADLQRANLHNVQWKTVPSTGGKMESEFIERFEATCSNGAKSWKYAITTTPVGDKKLQEKF
YTNRHGKKVILPQNLEKDPLFPLALTATPSWMDATVAGDGSLGEGIFSLAFCDFTSSELDWFINILARPRWRDGTDTVVH
GAFPVVRKKTGRKGQYTLDMTEKSLKDAEYAPRFGCGTRTHGIRVKEFIYTAALPVTRAYPHKGVFFPDNDLCSAAGAWR
SRGESFTHIIVDGVIRGFSLEELQAELLRATGLNFTAADLFGIISKPLLPPGESSGRKKELGKHHGLGLPFPPRRTCDKT



GNADHVKHTMHDVNAANVIIGIVRKGHEHAVLHGGLACGGEDSVKHFIKMRGAMYEEYGYIFDAKQGLCIFPGGTIDRDT
TKLLTQEVLDAQQRYHTGCVENGKFTAPELLPRRTDAQLKVQFAPLLEEKLRLSALIVKLQGWRMELRRTASSNKARSYF
IYTDPGTGTVKKETRDLNRKAIKWIIANQPENAQQLKDLLTKYQPEIAEQFEWTATATATATATATVPAGGAEGDGDDAE
GARDEDEIALTQPKKKRKTKR*                                                          
>Mpus_Micpu191485                                                               
MTAASSSSPQRQHRGRAWASRWTAPRDDDNDADRRSHRASDAARRPTRLALARLADSIVDATASVARAPTRLFDVALKKT
KTKAEFFKVIRVRGDGRCMFRSLAVGLAHIRRETLTAADEERNADQLRLAVAESLCRAPEKRKQFPEATTAISYEMTLQT
YCQRLLKPSFWGGEPELLVLAKIVRRPIVVYIPAAKVKSAGTQSGYVPIQTYGREFEKGGSGDKTGKGRKPVRLLYNGQN
HYDLLIP*                                                                        
>Mpus_Micpu38624                                                                
MTPERVVTWGVVAMSVAVLRIVTEAFMAVMSGCGDVEGSSVHATLVVSPPITSVSTAASVATPTPDDADAKATPVKASTA
TDETVFVATPPDADTAPSEASSPEPEPQPESSVAPSAAAASAAAAMTAPSEASSPPPEPQPESSAPPGAATLVTASNLNR
CLRGGGSSTGAKTITSSPNADETSTGPAFFPRSFMKKLRNNILGFELRSGGEPIQAAIGRFLTASAMKILNTRGDGNCMF
RALLECMTGNSDKHVEFRLQVVGLMRDDPDSYRAEAEADQVDDAPHDDDAPHDRPFDFDSYCDNMERDGIFGGTPELHAA
SVLLKVDIMVIDVSYGRLVLDTGGDQPQERGTIAVAFDSDGKHYNAIVHLELSRRGFPDDTEASAATFSVNTTKASFADA
TPTSGVSTAASVVKTRARAQISTSFSEEDEVTSPGADPRDTEFTPPRSSSDAPNTRARARATGRSRDAPTATSRDARAAA
RSKRNAKHADDDVDPESESTAAASKHFPRATRPNLSAHGSKAAKRIKTSPSTSAARTQAAAPTPSRSRAQQATAAKPSRY
NLRPPKRTPTSTSATPAATPAATPAATPAATPAATPAATPAATPAATPAATPAATPLQSVSSRTRSRGRDRGGGDGFDAN
PPRLQSSALVATSAAPTPSAPRTKPKSKAKPAARTKSKSKPYKGKAVTRGAHLVVQDMHSVETRNYEAGKVARQQRKSPD
ERRRDDAAAEEARAANAARDAAEREALKLRYETIDKMRAAAVKAVQMSEDACVKVIKAEHDAMVTAAKKRAADEAKDEAS
RSVPAPAELKKRILKLAERARVKKIDKPWRGVAKAFLEHDWPLPFWFSAGALAQGNETLELIVKEYKIDTMDELGHWFGA
MCSDAYFDAKSSGRFALTTTNRDYADLQRANLHNVQWKTVPRPGAEMESDFIEKFEATCSNGAKSWHYAIRTTPGGNKKL
QEKFYTNRHGKKVILPKDLEKDPLFPLALTATPAWMDAIVAGDGSLGEGIFRLAFCDFTPRELDWFINILARPRWRDGTD
TVVHGAFPVVRKKTGRKGQYTTLDMTEKSLKDAGYAPRFGCGIRTHGIRVKEFIDTAALPVTRAYPHKGVFFPDNDLYSA
AGAWRSRGESFTQIIVDGVIRGFSLEELQAELLRATGLNFTAADLFGIISKPLLPPGESSGRKKVLGEHHGLGLPFPPRR
TCDKTGNADRVKHTIHDVNAANVIIGIVRKGHEHAVLHGGLACGGEDSVKHFIKMRGAMYEEYGYIFDAKQGLCIFPGGT
IDRDTTKLLTQEVLDAQQRYHKGCVENGKFTPPELLPHRTDAQLKVQFAPLLEEKLRLSALIVKLQGWRIELRRTASSNR
ARSYFIYTDPGTGTVKKETLDLNFAIKWIIANQPENAQQLKDLLTKYQPEIAEQFKRTATATATATATATVLIVKLQGWR
MELRRTASSNQARSYFIYTDPGTGTVKKETPDLNSAIKWIIANQPENAQKFKDSLTKYQPEIKKQFEWTATATATATATA
TVPAGGAEGDGDDAEGARDEDEIALTQPKKKRKTKR*                                           
>Mpus_Micpu58846                                                                
MWCLASAAAAAGAGAGAGAGGEAVGACRAGTATGAACGARRVVASATGRRLRRLHRGHPPARRCVATAATRRTADGATYD
VHAVAGDGRCLFRSVAAAMELARAGARASDAEELSLADALRARACDELVARREDVEWFIEGDFETYVERMRNPWAWGGEP
EILMLARALRTPIEVFVVVEGENASAREGGELRSIGRYGEDEEEEEDGDEEEEEEGGEEEGASGGAEGGGGVAVLFHGAG
HYEALTRCDDDDAARR*                                                               
>Mpus_Micpu7535                                                                 
VATRRVIDSDNSCLFNAVGYVMNRSLRDAPALRKVIADVVSGDAFTYNDGFLGKPNAEYCRWILESNHWGGAVELSILAK
HFKREIAAYDIQTKRCDVYGQGEGYPERVMLLYDGLHYDAMVLTYEGAPHDMDITMFPSRGPAADAAGRKASKVVNEAHA
ARQFTDTANFTLRCLVCQKGLKGEKEALEHAKASGHSNFSEY                                      
>Mpus_Micpu56393                                                                
MTPERVVTWGVVAMSVAVLRIVTEAFMAVMSGCGDVEGSSVHATLVVSPPITSVSTAAPLRPPADSPPARLAAGMRTRAV
RRKWRVCVFQERRKALMMAMMMTMMTAASVATPTPDDADAKATPVKASTATDETVFVATPPDADTAPSEASSPEPEPQPE
SSVAPSAAAASAAAAMTAPSEASSPPPEPQPESSAPPGAATLVPASNLNRCLRGGASSTGAKTITSSPNADETSTGPAFF
PRSFMKKFRNNILGFELRSVGEPIQAAIGRFLTASAMKILNTRGDGNCMFRALLECMTGNSDKHVEFRLQVVNLMRSDPN
SYRAEAEADQVDDAPHDRPFDFDSYCDNMKRVGIFGGTPELHAASVLLKVDIMVIDVRYGRLVLDTGGDQPQERGTIAVA
FDSDGKHYNAIVHLELSRRGFPDDTEASAATFSVNTTKASFADATPTSGVSTAASVVKTRARAQISTSFSEEDEVTSPGA
DPRDTEFTPPRSSSDAPNTRARARATGRSRDAPTATSRDARAAARSKRNAKHADDDVDPESESTAAASKHFPRATRPNLS
AHGSKAAKRIKTSPSTSAARKQAAAPMPSRSRAQQATAAKPSRYNLRPPKRTPTSTSATPAATPAATPAATPAATPLQSV
SSRTRSRGRDRGGGDGFDANPPRLQSSALVATSAAPTPSAPRTKPKSKAKPAARTKSKSKPYKGKAVTRGAHSVVQDMHS
VETRNNEAGKVARQQRKSPDERRRDDAAAEEARAANAARDAEEREAFKLRYETIDELRAAFEADPLSDDECVRDIKAEHD
AMVAAAKKRAADEAKDEASRSVPKPAELKRRRLLKPAERARVDKIDAPWRGVAKAYLEHDWPLPFWFSAGALAQGNETLE
LIVEQYKIDTLDELGHWFGAMCSAAYFEANTGRFALTTTNRDYADLQRANLHNVQWKTVPRTGAEMESDFIEKFEATCSN
GAKSWKYAITTTPVGDKKLQEKFYTNRRGKKVILPQNLEDDPLFPLALTATPSWMDAIVAGDGSLREGIFSLAFCDFTPR
ELDWFINILARPRWRDGTGAVVHGAFPVERKKKGRKGQYTLDMTEKSLEDAGYAPRFGCGIRTHGIRVKEFIHTAALPVT
RAYPHKGVFFLDNDLYSAALAWRSRGESFTQIIVDGVIRGFSLEELQAELLRATGLNFTAADLFGIITKPLLPPGESSGR
KKVLGKQYGLGLPFPPRRTCDKTGNADRVKHTIHDVNAANVIIGIVRKGHEHAVLHGGLACGGEDSVKHFIKMRGAMYEE
YGYIFDAKQGLCIFPGGTIDRDTTKLLTQEVLDAQERYHTGCVENGKFTPPELLPHRTDAQLKVQFAPLLEEKLRLSALI
VKLQGWRMELRRTASSNRARSYFIYTDPGTGTVKKETLDLNGMAIKWIIANQPENAQQLKDLLTKYQPEIKKQFEWTATA
TATATATTTVPAGGAEGDGDDAEGARDEDEIALTQSKKKRKTKR*                                   
>Cmer_CMJ174C                                                                   
MPFLEPPLRVASAHLSLLGLEQPTRLFPGRQALRLPLWTFGKHGLAEHWRGSLIARTDSRPEPGSAPPEALRLVPTTGDG
RCLFRAIAKCLAFYGKRPLPEHLERADADALREAAFQEICLLRRQEFQKKHVVEGDMGAYCAQLRSPEFYAGEPEMFALA



DVLERPIEVYLVHPQNRTLLKIVEYGSVYRKRQQDLEPVRVAYNGTNHYSALLPRTQR                      
>Cmer_CMN200C                                                                   
MVSVTVRLRDPRGTRVLQIDENQTVEGLKALLKEQTGLKSFRILRGFPPNLLIAAPEERVGNVLESGDLLTIEAAQQQEQ
DVYSAASGSGSAGSSGFGAYGADRSIHDPACQEASTQAGPSPVRSAVASPHRPLAATAPSFERVVVPDDNSCLFRAVAFV
LKQLLGGIELLPEELRELVAQAVAADPWTYNDAVLGKTNEEYQDWIKRPTSWGGAIELGIFANHFGVQIASFDVRTTRMD
VFGEAAAYPSRVYLCYDGIHYDPLALRSHPDESTDDLLTVFPSSDGESEALAAELIQTLHASRSFTDTANFLVTCRECGA
QLRGEAGALEHARSTGHAGFIEQ                                                         
>Cmer_CMT549C                                                                   
MGRRRRDLPSKESRRANRAGPAARQFNRLLAPLGMRLLPVPGDGNCFFRACAVQFQILGRNHAPRDICDHMKLRQRVCDY
LCENRKVYAPYLEAEALGTGCNAVVDFDGYVKKMRVDGVWAGHLEVHALSAMLESEMIIYLLDAPSYRIRHSDGPVQRVL
RLAYYENQHYDAVLPTDIQHPGASTDMATSHVPSSSRIRDARSRKSRRGSARSPGMRSLPSMPSSSHETDLRLVEL    
>Cmer_CMT077C                                                                   
MGQCLSCTRARGHRRANFAPTVAADGTSTGTGEQEEPEEEEEAESLLFPRFSRAKVDTESVARLLDDSKADAKARMEQSL
KTESKRERSSTHSSYTDAQEESQGSFRLSRSTSRSFSTSSEVDALKSTLADLEEQVSVVESEDDAIELLCHMADLRREMQ
IVAALRHPHRAQKIHSLLIRLESLIHRLQAYVLRSPSPDGFRRVRESSRGVLFQRGAAARVRPVTERERHALPHRYLSFN
SATFYDSGAVLKRESTVRDQSGQLRIDPTRGDGRCLFRSVVRGLAFYAGLYPGSKWSERRERREADILRYLCVREMRKHR
DLFLRDQVVEEDFDEHLRRLVHSDEFAGEPELLILGPLLQTPICVYMSTGDQADANAARSSSNERTKSSDLFLVAVYGRS
FIAEPVSLRYQSMHYDLLLPRSDHELGKT                                                   
>Cpar_10216Contig53089                                                          
MALQLRVKGPGGQSTLKLDGVLPWQEALAQIASAAGVPAERAKLAGFPPKELAPASPTDPLSSLIGVGSPGLEEECVVRK
VADDNSCLFSSVGYVLEGHDVTKAPQLRRLIANVGADPEEYNEWWVRGVQAVLGKTNAEYQKWILSPNSWGGAIELSILS
RHYRTEIAAFDLISGTRVDLYGEGAGYNQRVMLLYGIHYDALALAPFPDAPTFADQTFSPPETAPMDLAWRLVAELHRGE
KGALEHAKATGHTRFDENK*                                                            
>Cpar_12652Contig6638                                                           
MSSGSESEGDGSAGGAETRGQVLQRHKRELKELKAKCKLMHAVKKNDKEGKKKELHDRHVKELASLDSVQKALEAASISE
PAAKDDEHDAEHGEKKQALTPCLLAFFLSLISALCRRKRRGKKAEEEAERERQREVERMNAPNPGLEESNRLSEYLKPQG
FQIKDAPHVILRQMAVDFMRKNPDDFAPFVVSDESFEDYCKQIADTAAWGSQLELQALSRCLNCKICVYSADSKQPIEIG
GDQDAFIGAMAVADLVKTTLGPKGMDKILQSMSRDANISVTNDGATILKSLHIDNAAAKVLIISKVQDEEVGDGTTSVCV
LAGELLREAEKLIAQKIHPQTIIAWRAALDTARKALEGSTKNNAADPKFREDLLNIARTTLSSKILANDKDYFANLAVDA
VMRLKTNTNLEHIQIIKKTGGSLRDSYLDDGFILDKKIGVGQPKRLENAKILVANTAMDTDKIKIYGARVRVDSMAKVAE
IEAAEKEKMKSKCDKIVNHGVNCFIDRQLIYNFPEQYLGERGMTIEHADFDGIERLAAVLGADIVSTFDAPEKTRLGSCK
LIEEIMIGEDTVFVSATEAAEMILRVDDIIAAPRQRGG*                                         
>Cpar_12684Contig6663                                                           
MPAAATTPDPVPAAAPAGESTAGTPAEAGEVEYRNIVRWAQLSYDQRQEAFVKMAMQRAKNDRGSLRFYARSADRDAHVQ
QAIQREIEKMHREALQALRRAQHRDLAMYNREAVQRLRRVVDLLERDEGEVKQLKKAELPSYAKAALDMVMRLLEQGSLP
GPGTSASASAVPRSAAAVQRAQPRVPTGATYQQAPGAQLQPARGGAAPSPATGSAAPDPGGARSRGGNEGPAQEASYPFE
DEVLKFIESDVWMTLKRWRSLETHEDRLEGFRENARKTLGANPSEEALIKLANEEYAEIGQLLDRAVQLGLCSPNHDGGA
TPPSQLEGPRRHWNLKPVYNEYQRHYRHAVATFTVYQQLQALALRAAPGGSAPSPAGSVFDSQAPLPSQPTSASGATDLK
PSTSNDALPEQQPPPAWEAPPSTLLPNTESLAGAAFGEIDIASVDQRAAVEPAAEQAPRDARAEGTINIPSAAFTEIQVR
GDGICLFRAIAEGLITQVYRKHSRPTDDDVNFERESIIQAIRSRVQEIMAREDYRAGALFPGGRTVAQHTQDLIDHPTTY
WGEPEMWAAADLYQVPIIVYVRDSETSFREWAYGTHYTNPPIHLHYTDNQTHYNLLVPRDPSASASLSGEAAATATPVEP
EIPAPLAVSVERTIPRATFDTLFTITQGLLTNLGETGDASDADVEDVRESIIRTIISRADELKASPFYPSLFPGNVTVEQ
HIQNLVADPAYWGEPELFIAADLFRVPIFVYTEDPERLVYRRLPGYGEHYMRTDGPMAIHLRYNGSHYELLVPRQPISTT
PVEAPGADSLSASLDAPVAPDGNAGAPPAQPSEVTMGQRPSAEVRGGGGPADRDTEMTDLGNDDAEPSGPFSSEAAHVAG
ARHGDAQNSELENIEDYDDDGEPLPPPAAEPSARPSSRVHGGGGPADRDTEMPDAESPSPPSSPRPPSPPPPPLSAKKAR
TPSDSVVVAERHFPRFGLLTVTQKDIDVLLDEEGKLNDAVIDYYVALLESGQPGPDTAASSTAPLQPKRLIFGSQFYTKL
TKKLDDKRSWSDDYGFNKVKNWRWVKSLDPLDYDELIFLINHYNAHWTTANICPRARRFEHYDGTSSDFHPYVLRDLRRF
MRDQCKARGLQDPDVGKWAVCQNPRPIPHQDDEWNCGVILCAILERILLGEKILDHPTHPFTATQEECLWLRRRIAAAIL
SNQPPSWPPADAPTGALMPAEPAPATPPSHPSESCEAGEEEEEDDDDDGVPDEGARGRGASGSAAAGTHGDGVPAGSVEI
GPGPALPAETHARASPSGPPSSEAAPVVGAGKRPEPVYEG                                        
>Cpar_14001Contig7831                                                           
MDSRRTKGHPHVDLQLGAVARELLIAFKLPFLQQKQQQRVGGSSSSRSSPIARKPEWANNIAWASAAPVRSNTALPSFNY
LPRKQRFVGARSTPRCAVQPGSLSLPAGLVGAVLLAVVGAVLKAIAGTVQSREAIADDYFDVVLAKHVEGPAREPCFAYR
VKRMRGDGRCMFRAIAQGAAQAEGRSIDETREADRLRREVADRMPRYRKVFEKYRVIEEPFDKYIYRLRNPSYWGEPELI
VLADLLKKQIYVYIQESAPIGEFINIQQYVQYENAPIIRILYNSNHYDLLQKHLEVEPAAYSFQEALD*           
>Cpar_15920Contig10103                                                          
MAGVRERRSKATGWALVVLLLSHFVVSVAGGRPLTRESLTKRIEERGISVVGFVEPFNGFNSEVEVKCPGPSSEGTVYLS
RAQKRQDTLEARTGHRHALQNPETRERQQDTLEARTGHRHAMHNPESVLRMRDTLEARTGYRNPMHNPESVRRQQDTLEA
RTGHRNAMHNPESVRRQQDTLEARTGHRHSLQNPETRERQQDTLEARTGYRHALQNPEILERVQLASLMHIGAIRPHALA
GSRRSHNFRYADGTFAGETEIVVTQSQAESAMVEILVRRDGVVASSIRTPFDGSKFREQLAMPYIKAGRQEGTYTFDIGV
FEVHANGSMCLDANGKPKLKRGIEVKTVKTLVQSCVREPTDRIDQHTVKYAAAFDNAKRNGYSYELVILDGGFRPIGEFH
DNATFVEFMTGTCKKHGFLGISAIERDLKDKLRRTGVRPFQLGTAAISQIKREARATGDAIDRARDARARDAARTPARAG



PPAAANATPSVPGAPEYDEFDYDGEFSCDDGELDDDDREVSFLEYEARQILEYEAHQMPLAYYIDGAHHYRAIVPRDGDC
LFHAVHAFLHAHGLGLDRHTTPLELRQAIVDHAATRREEIEGILARADDAAATTVAGDFDEHGGIDGGCGRRGPGGGGIP
EVAEVANMIGIDVAVYRVDETGAAVFEGTYTQDGTRRSYTPNADPPSPGHLAVRMIHDGRNHWDLLEPVEP         
>Cpar_28402Contig56807                                                          
MGREAKRGAAKKTKEHKQPRDNDLVKKLGDQVRLKGFRIVDVVGDGNCLFRSIADQLCGSQHRHAEYRKRIMDYIAARPD
YAPFMDDKSFEQYVGEMQEDGEWGGQLEIVAACNAYRVNVVIHQVDSPA                               
>Cpar_28969Contig6778                                                           
MSSGSAYASATADRSKAAPAAYAPTFEAEDSRATAAVKSRLPQPGPLPLAARGSPPPANAAHEEWLRLEERLSSYGLRER
KIDDGNCQFRAFSDSLYGTPSHHDNLRMLAVSHIRSNRLFEAFLPEPFEYCTKMLKLGTWGDACTLKALSDYFGCEVNLI
TSYPTNWFLRVLPEAKKTNKEVWLCFHAEVHYQSLEIAFPIFSDR*                                  
>Cpar_30100Contig7788                                                           
MFAAPGFARAASALRFVAAPPAATIIGPAAAGVRRPRERQTSWSGSTLFGIAAIASSVAIFGSSLYTAFADAAARGLSAV
AGPAREAHISYDVLRSAGDGRCLFRSIVQGRAFARGDRLTLDAETKEADQLRKQICDAFPSYREQFEPGTMDAYLKRLAN
PAFWGELEMLIAADLLKLPIFVYYGEQYTKSDAIRLLYNGSTHYDLLLPRAGSPPASREE*                   
>Esil_CBN77073                                                                  
MEEDQVIAEWHMLVQAAKTPSAYLSSFHAFVLANALRRPILVYGDRFVRGRNGEPYAPSDVRGVYLPTLVDPDVCYKLPI
AVGYTCVAVGKVGHFTALVGVDRELRHLPLVDEHGDDLPIRGEDKTS                                 
>Esil_CBN78161                                                                  
MVAPPSQERTPLRAAENSTGSSSGQAQRSNPPRDGPRWGGDGENVRPAGWTDNPAAAGAAAAQARAGGSVLGVLSARSTT
QQGGGGPEVDSYSLLRPAGGTPLSDRRQEAAAGVMNPGQTRGLEHQQRYAGGEARGGTAESKRAASSEAGDVELEMWKLG
LQVGSNLDVKDTVDKWCEATVTAVDREAARVYVSYTYWAPKWDEWISIDSPFLAPAGTMTYQPGGPLRVGHRVEVLDEAN
QFLPARFGHKWLEADVVEAAEDGRARVHFKGYAKKFDVWVSPRGGRVRQYGPHRVAAKGGNRSSARQASLAPGQQHVRQI
AQLSSRYEHYRRALGSRGLRVVPVEGDGNCLFRSVSHQVYGDDNHHRLVRARCMDYMESEAHFFEPYVEGDMAAFLRYLE
VKRQNAVWGDDPEVQALCEIYDRPAEIWAYDPQLGAKTLRTFHEAAGSAGGRHGSPRPPMRLSYYGGGHYDSVAPLDSQP
PLVGDAAGPAGASASAGSGGAGGVGESGAAAGAADAVSPAPEPGQLEEAALERSKIRAAEVGSGRWDLEEMKMRKDDENS
PAGRAAMDHALAWSRNVFEAQFDDLDSALVASVDHMEQSNLSSLEAASRDSELVVLQEEMLRTAQAQSEEEQLRNALEAS
RNSAAAAAAEEDLVRQAMAESMGAGAAGAAGGGGASASGVCVDGGNARGDVGSPAATAAAAASHSAAAGDFATAKVAEQQ
PPKQQQQQQQQGRVAAAGAADVGQEDEELKKALLMSGMAAGGAWETLPAEAGGPAKGFGVDDLEEDDAQLRLAIEASLAG
E                                                                               
>Esil_CBN76533                                                                  
MKITAALVSALLLPASCFAGLSSIWRHSAKIKRDGFLTDSFAVQGISTNMAVRQVPGDGNCLFHAISACLDHACNGTHPS
LDLSELMPKSAALRKVAVDYLVDNLKKTLYLEKEESVPVYELLSVVAAQYNMTAEHYCEVMRQSSVWGGGPEIVALSNAL
CRPIHVYELASNGVSFCFRRMACFGSPSFDDKQAIHILSADSRFPNLKPGRQLANGNHFLALFPCPETVASPDAAGVGVG
GGGASSLRGSAAEASAIGVGGKKPGKFRRFLSSLLTCSCLSSRRAVREDDEPAAGDVTTITDPTSAHKGAAHPQGAMETG
GGGVGGASGWQQGTPAPDVVVGLGSETVSGARGGGGTHARRGWPQQQSGLAAHNAKKGRGVGWTRTR             
>Esil_CBN74632                                                                  
MARGVALSGEALAASQKRYKPPPPNPPGRREGSSRHAAGLHDGARGAAGWDHRRPDGDGGGSVERPPHQRQREESGSEDV
RDSGSFCKGGGGCSKTTDVANVTAALKLALAAEQGGDTSSSSGGGSRHGAGAGAGVSAAEGRPADGGGTASADVLPAPTG
DPPPLQEMRVHAVAATKKAVGGGAEGLPAAVPRRGGGSGGGGSARIRRFFGGGEEPAVESATAAAPRPDCPAKETTATNG
LQSAAEERSAEAMAAAAGEQGASKPRAGSGRVRKGKQRGGRAAGTGARKKRAWALWDLAKPPTVGDRFDCLDYFVSSQTG
LSAEKWRGAEVMDVRHANKGTQVLVSAEWVPELLASERAHQDSLGSAGESSSAASTATMTNSSASSIGTLGGGGGGGGRG
GGGITGGLGSASAKGDEDAIAGLSDPALSKSRVHSGGGGSRDGSRRGGTGGTPKRTAAAAAAPAGGVRARGPSPVAARGG
DSGGRGSPTGGSGEDSEEAAADRAFREAMRRTGLSVVDVEPDGNCLFRSVSHQIYGDADRHYPVRKACVEHMYRHRARFG
VFVAEDFRDYLFRIRQPGVWGDDLEIRALEEMFDRPIEIYSSESEGLQPMKIDFDASGIFAMSD                
>Esil_CBJ28032                                                                  
MVLETKQPILDQMKKAKEAKPPTSPLILQLLIPKGMAQSTFQLPVVDAGTREFLPLDEEVNRRLLKQIDWSPPGSEPLTR
GLRPLKTRLFAMRAKGDGNCLPHAVSLSLWGHGDNTLVLRSLLKEVFQDRPSEAILFSVWCKEQKRVNEAAGGSASIKMT
AGELQAEWRMLMEAVKTPSAHLSSFHVFVFAHVLRRPIVVYGETYVYGANNSEAFVPSDMPGIYLPTLQHQDKCYKSAIA
VAYTCPVVGRAGHFSPLVGMSKQLKYLPLVDEHGKNLPVR                                        
>Esil_CBJ27090                                                                  
MHGDIRRQCLDFMRKERDHYSQFVSEAFDSYVSRKEKDGVHGNNPEMQAASELFNRPIEVYVPEKGTAPINIFHGGYRSG
NAPIRVSYHGGNHYNAIVDPEEASVGQGLGIPGLSKEAAEKESLKRALAESCSSAHHVFPGASPTFFKGGRGMHGSFGEG
FGESDVRATEEELEQAAITASLSDFRGTTSGGGSSNNGKSDGAAFSVPRRGGRGSGGRFIGRGAASRVSGGREERRGGGA
AAWASGAGSPAGRVERGGWMSSGGGAAEGEGSGKSRKRRRPGSPPGEGSRKASPNSADGSTSSAVREMVWSYGFPLARVI
AAHDLVGESVEDMLVLLTSDAFQPPENGDRR                                                 
>Esil_CBJ33311                                                                  
MPLNLKITWGAGASSARLLGLDDGITLSELKGVIAEKSGIETHRAQLKAGFPPKDVSGSDADPVVSLGITSGSALTVLER
KAPPSPTPTPTQPSPSPPPPSSVPSPPSSAAARRTTSVSAAPPAPPQLQRRQEPAVDPALVQSLVDMGFEQGFAAKALEV
AGGDINTAVEICMSGDPAALGSDSGRAASTATAARIMVRRIIDADNSCLFNAVGYALRRKRKVGTELRQMITEAVRGSPE
VYNEGILGKQPEEYCNWISDPKSWGGEIELSILSKKLVVMITVVDIQTNNAYSYGEEHGFGRRLFIIYDGIHYDALAEAA
NETAPESDDVTVFNPSEKEKEILAKTVAADLKARNQYTDMGNASLKCMVCFKLLAGEKGALEHARATGHQNFGQV     
>Esil_CBJ25503                                                                  



MDYPPELSSPDLVGALVQHTDEDQVIGLRIDACLNHGDPASWSSFLRSSGLVERETLNHVASATTQGSASGKRRSILVVR
VFTLCWTAAVELARYYSSLCCVSRSGACQFSAVADQLFRSRPVTESFRPDVYLRLLALHCVSHNQNAFQDFMLHAAPVTR
RQRQRGGGGVDMEEYARRMTSSRCDGDHITLQALCDALKVNINVVKWTRDDGWYPRTVASATTNDAASASNPPAAVAEEP
RRPSRSVFVADTLRPRAVASLDARARDLQLQGRTLWLSLHGEAHFRSLRVRDPVTEAEAAALGRAGDSTGSAGGGGDASG
GGGGRSSSASPSSSSSSSLSSPPMAGRTSSSSSSSSSSSCSSSPPPSSSSQGRGGRSSPRLRSSSSRSRLPGGCGPGGGD
GEASAASAAPAASPKGSATAGDSGSASGPAAPDEACREGRREEQQASSATDGAGSRDVVVAGGTADGSPGGRGPTVSPPE
EAEALPDGGGVGDGSASNGDGSGGANPSSATRGSESPNRDAATVGGDNLVRRAASRDGVERVGPDETAAAVTAAGEGAVH
SEGRAMPLKEGSLTGGAAGANNDSCSKGNNGQDDEGEAEDCSICMCPVTGDEDQASLDKCVHAFHFTCIVKWGETTNQCP
MCKSRFYVITRLRDDHVKRFRGSRRRRPLDEGGLFAPNGHLGGLLIPEEPEPEGARAVCLHCQDGGAEEQLMLCDGPGCS
NAAHTFCCGLEEVPAGDWFCPACQARREEEARRREADSRRDAILQRVWAVDSGSEAEEEEQEDDDGVEEEVGRGQQQQQP
LESSGEEGVVTGAGAAGEGSGAAGGRRTRRAAAEAAAAAAITTAVTAGAGAEAIDEGGEVRVSSGDLEAIGLGDSSASSS
SSNEEEEEEFHGSDAEGGDAGAGAGPTETRGRTAVGSGVEGSSRPRPHSSASPEARRRSSDGSEDGERLVSVLPGGGGVS
GGAAAGGASSSSRRRGNRSNGGAVGRSGRSHDGSGSAAAAAAAPNFWPRVLASATSAMTPRHVFADEEYGQELASSEDEA
GPPAGATGVVAQSWADAKLAQQLAQGKNKKDKSKAPSTSKQPPRTATTTRTRPQQRQQPVRGSVSNGQASVGSPVWNGGA
ASTAASTAALRSTPPPPPQQQQQQQRRPERRVFKRPRMMLTSLPPVLPPPPPPPLTMSSAKRYGGRTGGGGSVGDGGGVA
ARGGRRAGVGTTTTTPRLPAASDVRLGHSEVQALVQRLRRVALKERERRSRGWAVGGSSARTGVSEGGGGDPKVAVEVEQ
TMAELRRVAVHGDATTLDVLLSSQLPTVLRLWLEVAPDGGPFLPPPQRASLLKVLMVLPVQKSHLRESGIGKLVVAMAAD
PGETRDNRELIKQIVRRWSQLVFRTPRELPVSPFSPHNHASPIPRRPAAVDTARYAGAGAGAGAGGAGAGAGGAGAGAGW
TTAVRSHRARSLGGEMLWASSSSSPPPAALPRHGTFQGTRGTPPPRGKKLGGGRNGGSSSSSATLRRGGGARAVVRTIPR
RHDVSGGTGGGGVKRTIPRLPPQDGNGARGGAGAGGGAATSSLSSPARHAARHRNHHRESASSSRDSASASLVPPTSSSS
SSSSSTATSSLPHHRQLHLGGNGGGARASRPRSSFSRPASDGDATPRPQQQRQPPYCSPSRHFPARAANAPGGGGGGGDG
GRKRPREASLAATAAAAASHSRTQHSGRQEGGGAENGRGGGGVSREVGGGGGGGAVGVPSRRFDWPAARGPRSG      
>Esil_CBJ29778                                                                  
MAGSESVDEVKARHKKEIKALDGTGRKLIKQANKNKKKVAEAEARIAEMEVETKDRHRRELEEATEAAAGDGDVDDASES
AAKSPPSPPATAAAESAAKTTGGGGSEVDGVADGVGAMSVSMSAEDREKEKRDQKRAKAQRKREKQREKEAEREQRIAKE
KEEGGPDPRIVEMDVLKTQVAPRGFRVSEIKADGHCLYRAVADQLSLTGRRPGLTEESYPLMRQEAARELRSSPSEYLPF
LDGLEEGEEFDKYCVKVEGSAEWGGQVELQALCSALRVPMEVFSAMSPPLLLGQGYDGPPLLLTYHEHYYALGSHYNSVV
PAP                                                                             
>Esil_CBJ29467                                                                  
MRLETLLVAFVPVSVTAFSFVSKLRPNQFSLEVRPQVMSRYRTGRASRPRTLRPLWMMSFGAGATDRYSWDETDKEVNVK
ARLPAWAKGKSVVLDMTNTHVKLFLKEEESTPIIEGDLRGAILMDGSYWTMETLDDNGKMLYLTLEKAPQLTGLGPWMGV
VQGEKQVNSDYPEEDKAAEIAAMAHEEKKAQDAESGTPKHTGVVDEDGFCRDLLAVQAMSGAMVARQVPVNGNALFSAVA
ISKWFIESGEHPDASSPEIETIAKDLRQKTLDYLTKAYKENAPIYMSGEYMDARPFVAAQAKANSMADGDEYLQAMRDDT
MWGGGGEVVGLTHVLKRPLHVYDLVSTGRRFGLRVIGRFGAPLYAKERPIHIVSTYARFPDLDPGSQSAEGNHYVALYPY
EDVPEKNKGKL                                                                     
>Esil_CBJ28337                                                                  
MGKHGKQRGSAAGQQADKAKERNERARLRKDRMRNSLYSSSADDRDFEAQVEQIGCKIKFIQGDGNCLFRSLADQLEGRS
EDHSSVRAKVMDHLQRNREVFEPYMEDDETFGDYLERMRGEAEWGGNQELVAASQLYKTNVVVHQFKAPRFFIPCEKARR
TIHLSYHGEHHYNSVRAIGDEANGPALPITLQTPTSKGGSHKRESPWPEEEAAVARSCPWASPPNIVAALETTGGRGDDA
IELLIAARNEPGLEEGVDNTAGDKKGTGKLEDGGDSGEKPQENGRPGEGKGRGGGVAKKSEKAAKKVARASDCPCGSGLK
YKKCCRKKDAAIARGQIDAPAEPDASGDSSVVDDLGSLVI                                        
>Ngad_00948                                                                     
MGGAVAQKICPSRKEGAEILAKMGGREGGLGRDERLEEIRLELRDKHKLRMMEVQRDGNCLFRALSAFEHGTESQHKQVR
AMIVARLEEVPEAMAVTALVEGVSEEEYVKGMAQDRQWGGYTECIAYSEARGRSVRLFVENEKIGLRCTDIDAGQGPQQD
DGSRVHLLLYKSHYWLLVRG                                                            
>Ngad_01054                                                                     
TIGVHSHLSMGRLFAVSAVNVWLGPPKKTEYETDATSSTSTSISSSSPPSPAGGPTSIPPPPAPLHAAPRRLHRTLSFRG
GDDVTEALHMELEHSLLEVVEIPAKEVEQEPKLDEGDGHSLTPLSTSFSCNHFALAKPSTPIHLPEVANEDLHRQLTSLN
CAQGPYVLGDGVCHTTFSLLPLLRELPRQSRKSLLNDVIDLSPTRNLERAGRINWHAGCAMLVALRTESDGNCLAHAAAL
GCWGVHDRKLLLRSAIRSFLINDPASKEGRVHPVMARGTGGKRLVRLIRKSWEEELGKYGVQLEKGALDSEWAVLAKQAE
NSTMENGLTSAGGLCQGRDLKDHDSFAYLEAAHIYVLAHVLRRPIIVLATDWVDAKGRQLALAEEIAGVYLPLELPRQNC
SRMPLVLAYDNFHFSPLLPVDPSLPSYLPLVTSSARPDELLPMPFYVPGERNKHLRAAVLKHYLACTVLADGVLAASIEH
PEAPKEPLENSNIRKPGRVCRRDGKTCEDSSESNDICKTKRKREKDKIKRPQGKKSSSTNGSKIRKYANHHLVRRWGVAL
PAWGTAAFLSKFMGMGTKIPATMVL                                                       
>Ngad_01700                                                                     
MEQMEASSPEETVDGAETEEEMRKRHKAEVRQLEGKTRALLKKAPKPKKAEVQGEVARMERDMEERHARELGKFAAAPNG
GRGKGEEGESEEEEDGGATAAEKVARKRDKARRKKERKAEREAEEEAARALAKEGVVSLRDLEMGQILSLLSPLGLRVQE
VPADGHCLYRAVAHQLEHQGIPSQGYPEVRRSAAQYILSHPEDFLPFLAGGEEGEAAGLEAYVHTVEDTAEWGGELEIRA
LAFLRVGRAL                                                                      
>Ngad_03085                                                                     
MNGPLTRFSFPDAIPVVVPCKVFWDFRGQRRHRIFSRILKVAFIKRFAVSGAVRTVITSTHVGSGRRRPPKEEEEQKGAE
RSVRPRRGDNSTSVRSASHRPGAMTQSFDPETEAQRQEDQHLRGMRHAHHPQGRSRMDEGVEARNTAFTRSRLGDEHGGR



HDNAEDVGAFGEELDPMLDSITDTRASGVAHTARNLDGYSVATSITNCVSEVSDLHSRRPSSLRTSIQPSCPTPGLNEND
NESMGKNANDAAGSEALGPSVSLSLCRTSWPVSGDGATPYFEGMLLEALDSVDVWCEAEVIGVNTASRHVRVTYLYWSDK
YDEDIPLFSTRLAPYPTHTFQPGRPETLQVRQRVEVEVEGADQARKWVHAEVKGVSGDGRQVLVACKGRGRLEEWLPRDS
ARIRAYGRFKKCLAAKQSRYGKAALAATTGSHVVNGEVHAGLKRPPLRLVGGSNQHYPQPPQSRSQTRVDLNDLHRRAIA
ASSDRYSAYQAALSRHGLSIQPIEGDGNCLFRSVSHQVYGTDAHHMLIRDKCMAYMDLERQYFEPYVVGGMSEFLRYLEL
KRRDGVWGDDPEVQALCEMYDRPAEIWAFDAAEGAKKLRTFHEASGFTGRSMAPGGSAPMRLSYYGGGHYDSLVRVGGRD
GGEAGGGEVPGMVENRALEMAQQRQAASTGRGAFGMEESKQRSDQEATEEAAVEAALKASREDFDSFTDLETALELSAEA
HLQAELMRSAVASTEEELVKKVLEDSLKGSDGEQGPSTEEEMVRVAMKKSLAEGGLARDEGAAAEAATMVDHEYQEALTL
SMSGVGADAGRQGEAVDFGELVEDGELARAIALSLKHIQGQDQSLQEDNYCVEEDHGASFLSMSPAPASSSPPVAADSFG
SGASVEDAYLREQHENLEQARARKEEADLQRAVEASLGQQYCSDGRGPDN                              
>Ngad_03270                                                                     
MTPVIDDIAAQGDSRARQREQTGALDPLCTKGGGSQGCGGTDQPFQVEALGRFDFRLKPTNFAPGFKTVRSTMLMDWDSI
KLWYQGQNLLRDLERREYVAAGLRWSPFMPFPPAGEPVVRRPIEPLDEEEGQALRVLRDLGVNLRPVSVDGDGSCLVHAV
STALTGSQIYSDALRWAAHKELRDHAAFYRQAGFVTDQDKARFLPRLDKAAREARARGQDDRERSMRQAATEMRKFDNVK
TGRPKWTAAFVEEAVEKARPSEGEARGPAQYLEEIHVAALANAVRRPIMILAEGFQGGLFLPLRHDPEDCRLLAIHSPDR
RDRTSGQTEDETWADALAVPPVFIFLQYNHYIPLVQQDPRDFWTWAAGPESGLEGDEAALEALRMYESERGTANHRIPEF
VEEILTMCVGIAAQGMEEMLATYQVPATDREMYRQAFGKPELMKALPLMVVFEETPARCEKSVRNLKTMNALFRALGLEV
DDDDLPTVRDVVFLSLYIHRVDFSRYRHLVWALYYLMSCEHQSVDASSLVDLATTTTTSPASPAPLAGTARSSPTARAFN
STSCIGRSKKLTSISKGDKKSHTFPSHVSFSAVTTDSILQDTGRIAAAPSMSHSTSLQQSYPHIATAGIHVFPRGLLPSS
GDLDQKVFKFVLNYSQNDDLNLGLARLYCEAEGWDLRLMLRPSRDPKDFLTKEMARLERRFQRLTGLDYRRVMDEDLTQD
GRTVGALGGVEATASAEPRARVPKALAVLQNAIRTRPYPGRGAVLSSHVLLEQPNPDLLSWCLLEGESTTTSVNSCDEGI
CNGSSASSTSSNGPFISSNAGSNQMDVARNAFEGGGLASFLLPLAQIFLQHTDARRELLKELLRRGLPQNQQFEQVACAV
LLPERFNEARTRFCFLDWILNAADAGLPNVEKKQHPAAHHRAVKKIIVRPLTSPACVPPLAALFSPQHAIRREQKPALAA
PASSEQYRQQMVQPEPPSWSTVQDSSSLPPLSPPFPSPTSGSGSNLVVLKTYRPECDERHHGREEEKKLQQHCRPIQYHI
PSDVHPSCTPSCSPAHKKVAWSVKLGDGTDVCTAHVQGNGGRKGIGRAVENIGIDATNSKSRREHLVQKPSKVLPGKTSS
QTVGGIQQGKEFGVLGKRGISSPL                                                        
>Ngad_03753                                                                     
MKDTPCLSSLPATQYCSSFPWPLSMISVSTRRARPSRRGARLRRSPTLMPTFLLLLLVAPSATFRFSFAATNFPSGTATG
DGRLEVYNSISRGGFFSETWDVHHSKSKMRVRQVPGDGSCLFHAIYVALAYATNGSHPQEDYEAMCKAAGVLRQTALDYL
SDDPSRLLTVTYNQDMKSQELLDMTSKEMGLSAEQYLVRLRDPKEWGGGLEIVALANALERPIFLYELKPVGLLFWSRLA
IIF                                                                             
>Ngad_05037                                                                     
NKKATRPRGNLMGFDFIKMSGSLFRQAVRPLTSTVPQASDNFDDRNGSAPSCTKLNEYITLEQPDRPEEMAEETLRQEAW
NEGQDQDQANPPRQRAPSTPDRRCYLVHEEERLRGDCEGDSVPLKRQSDECRSETGYVMVQRPCSSSELDKHMSQEAKDA
LQEAPGKVAGDAEAELSGPPWTAKLSSDCGLKSQACDGAPEEEEKTSLSAPALPAVIPPVPEQVPAPSTPSETSALREES
EHPPFRNRGISNKPRRGSPLKLSPPTSLGEAPVMRKLIPLETGWAPKVRFVMATSARDSETPLSVIKSVSNALSIQTTPD
GQSIEVVARSWQELKEAEALLRLVFQYYKGEGKWWLYTIPTFVSCIIAGIEGTELPQFSNPALGLHCAIAPYDAASTRRA
FFLTCPEWGPQNAAYHFIRRCWEYWKDLGLERQLDRYLSVLLGVVVVPIRADGNCLFRALAKSVLGAEGQHLQVRREVVQ
FMRTSEELRGFIVAEDEGEDDAAFAERYFAEMEQDGTWGDQVEITAFTRVYRRAVRVWSYNYTEARLLSVVTPLNEATAG
SHGGAGGDAGGEGRLAGAGARGTRGPGEEIWLLHLHGHYSLLEEGKPPRNEEWEQMLREWGEEKDERTNVLSSPRWEPQE
ATEDMEADEERAERAENIGRQGRREFETDCEKDATKEGSRGVQPIRMDEESDLGSASRRGTEGP                
>Ngad_30198                                                                     
MAAHPSLTVAFPSELLSPAYQDCLLRETTEDDIVRERVERAQADEELRHFFQEGFMHGTKGEKPIQGALALLGLKECETL
NGVSVAGQCQFSCVAHQLWRRECRAGWRADILLRQLALYVIATHEAHFRSFMLPPNPRTRRQNRTAGESVDFSRYLEKMS
DPRTDGDHLTLQALADALQCPIRVLSLVPAPLAEKTLAHCIKTTMVL                                 
>Aano_F0YS62                                                                    
MAEIVSVGVRRAARDDSCLFSAVRAAVGDDDEAPRRRRCCARAETPADALRRRCADYVGARPKRFDEAALGMPNAAYRRW
IARRKNWGGEVELVALSELLRVDIA                                                       
>Aano_F0XWF2                                                                    
MVSFGLAGYGLNKKKQQSSSSIYKMLPRTLASAGASARALVRGRSAPSLAKAPPAPAPRAPSPRAPPPPPGAFLAGAPPL
RLSRAADAPPPRDTPLKRPAAADDTPQTKRAKADAPSPSPRPPVYARAPARPEPGPAPVKARADAFAPETPRAATRRRVA
SALERARAAGLGHKLAKYDEAWIEQKLDENADYGDLARNVECFVSRAVDDARAAARPASRPLGSPRAALSPRARAGSDAR
PPPAAPPGAPAAAAEHPLGPCDKCDGPHATSRCPHFAKDRDDHPDAQRAKGLACGADGGNAYLRRGEVIRQPGDGSCLFH
SLAYGLRLQNRHGDARQLRRELMDWLSRNPDASIADTPVGDWVKWDSNCSVDDYTARMRGAGWGGGIEMAAFARRFDVDV
HVYERDPGGRRDLPYKRVARFEPGDGAPSPRGRPAPVNVLYCGGVHYDALVADRGALVELAGDAEPRRFDYASSPRLDAR
GPSLQPKTWHARDGRGDRGRDFAAKPRSSYFSRGAPKQAPPRHQFYGSRRPLPYRPTRWFVARMRLRDSGVPDGIFSHSR
RPSWFPSHSSPAQSPAAFDVLALPPRPSLHLQLTVIVLDTAHLPQRTMGKKEKQEIESLKSRNGDLEKKMAKDRNEAEKR
LKEEMDNAKAALADWQATAEEEKAKAVEAAKLEGALAEKEAAGVHASFLEAKVAELEGKVSALEAALAESRDAAAAAEQH
AAEAQAALAATSAVDAGAPGVDEAQAAAKLQACERRRSVVADQRKKQREEQQRLAAQLKAAEASAADLATRLEAAEAAAE
AAAATRAAAAPAAAADDGAAAALEARAAAALEAADALKAEHAAATTRLEAAAAEAAAAREAARERLETSERSLASERRRS
VAFKADAESLRGRAAAAEQKLSAIRRKSTVADGAVARAASARSRALADAVGRASRAEADGALRAKEARDAAAGLGETIAR
LGAALAHAGELGDAERLYHEGAHLRGDVFGARHAEEAETLRVMANHCRERNDLQAALAYMERSCSAYTSSLRSGESAAAA



PSRAPTALEAARATPLATLAAPAHATQPAPLGPDDALVPDAVPARLKRAPPRSLLNADREDRDPRPPRPRSPGSVPAVVS
SRPHCVRHRVETPPRPLPLDDDLIV                                                       
>Aano_F0Y5U8                                                                    
MVRVLDLLPEDVEALGFDEVSESEVSEESSSVELGTVVHADAPRDADAPRVARRAAVRQTTDPRELQEAIAASRAEAARA
AAVRRTTDADELAAAKAESAAYEASKEAEQRRRRFRAEDAAADRSRGLAALNARTLEAVAAALASDGGGRDCTRALERVL
GDYARDARRLDAARRAADPYAASLGDDAPRAAGAPAEDRRRRRDRRRDAAGCGGGEILRLGFRAFGGARRRRRRLPDPPG
VATLRTGRDLLAARLAAHGKRIFDVRGDGACQFRAVAHGLWGTESHHALVRRQALAALDARRPPFHDCEVYASNADGDLC
TLDVGDDVEAYLRALADDRSWGDQNTLQACADAFRCRVLLVTTHADNFELRIEPADDRAAVSEIWVGFHSECHYVAAVDA
RALETDCAAGVQGPAATANAAAGAQGHSVIMATDNKYDRQLRLWGANGQRALAESHVLLLGAGPAGTETLKNLVLPGVGR
FTVVDGATVSEADLGNNFFVRPEDVGRPRAAATAELLKELNPDVEGFHRVARPEEVVAAEPDFVASGFSLVIAAQLEPAA
LQALGERCWANNVPLIAIRAYGLLGVVRLQVRRLEVVESKPDNVAWDLRLAAPFPELEAAADALDLDGMADADHAHAPYV
LVLAKLAKAWRVSHGGASPKTRAEKDEFRALVAGAARELPSKVPEMNIEEASNEAYRCWADPRELPWEAQAWIDDARAAP
DAPSEGRRGSVGSEAAPAAPPSATHVAVASVAAFMDAHGGLPPLSGAVPDMHADTASFVALQKLYAARADADRAACLAIF
AAKLAEATGAPPTADEAAALALVCKHVRDVKLVATRSLADELAAPNLGEAATALFETDDAREKAQAPVVWYAALRAADRF
FVKRGAWPGADGADLAADAAAVADELRAFVTEADCADAFDGVLSEAHAKEIARFGAAELHAIAAVVGGVASQEAVKVLAK
QYTPIDHTYLFNGIAATAAIIDV                                                         
>Aano_F0YNC1                                                                    
MIPGLPNSGSQLSLGSIASFQSHLSQVSLSSTVKAERRKLATERLEETAIELRKWLRSATKSLKHELYEDAVRRFTRAID
LMRALYECEEGRSIAKRHTLTEPVTLLGRLYYRRARVWLRLDQPREAELDLDQAVALAPKAAQLYLLKGATQMRLRRYAD
ASETLLKGIACAPSDANVRRQFDGCLHALREQGVAYHNMPHAPVGTIGPAQLHDPGATPNVLASSEGGKGALGIRALGAK
LKTAPGSASHLKEGDSDSGDDKPKAPPAAAADEKNTGDALTDADVHVALNNAGAFLHLEDLIEPEIEFWKSNGLELAFEE
VLEGVHQVLLDFKPVLRSIFLNGCHRYAAEDAKRHWEAEQAAAGHANAPTPPSEDASVASANRPGQQKGDSTNRPGAFPH
KGRRVTASEPGSEAPGRATPGSGPTRPGTEGGSESVAASRAGSAEGRSRASVVGPAAAAAAALRRGSAGQAPEHESTAGD
LSRPTSAARRRKVAEDDVSELRDDDGDAAAPPANTRGFGEMNDDGPDETDLEFFPRLAGGTAPDAIPYSKWSQEVVAETV
ALPGGAQVAGLSTLIAQRASMSGSQLLRLLREVRLTDHGINDDVALVAIGRTLGRAAARREMGEVPEDARFFPNRDIHGA
PRDEPEKGTGGEPPKKGFRRMSAVSAHLEVSTTTETFPFSTETPGKLSVKARGMLAQRPAAAWADIMAPGQGLNAIRFPQ
FLEVFSRVAAARYSAKIPQYLKDMEERQKGIHLDWIRAQAEFGRHRKELEMVGATHDDTIMAGGDDDDASESDGEAPDDA
STSTRGSQGSKMSAKSRPGLSRQGSKLGAAARKSAVAGKPPPPGRRNTAHRGRAPSRGSLLDGPPKFGRGTQQFKGGAPK
KAPKRRMSVVADDDEDFERSGSDDDESSRRPPSSRGGGGASDDSDSSASSGSDASSVGSVASVSSRVSSRSGRGRAPQSR
PGSATAKRKGSFMGGGGPRAGGAKGTFRGRQSSFSAAKGAPRGRSGSVNLPGGGGPRGSRLGAGGRRPTAGAVTGAVKRS
GSRTGASPSPGRGRSQSRGESGESDDGQPKRRAFSRAGSRQNLSRQGSRQNIGSVTGNTNVLIHRIGDGPPEAVVEKMTL
VEVRSKMKIALLCDRIQYAVERHVVLQPEAVQGATHLRERADCEEFVERYRYRLWLRRVFAHYARAAAADAEAAAAAPTR
PTTGLGAVRESRAQQQNWESPRPPVLDVREFVFMMKDLGLVSRTLTLSDVARTLVSVCSFTGEPKLDKLDQDDFARALFY
CAEAKTFDGLVAAKDRVERFITHDFFLAIKTQTTVQMLWDQCDALAGFLDYFSPPSASKRPPPPPPPPPMQRGPAKVDRR
DYDEKLLAVIERDSGSRVSVNLTPEPSLERVPSRLSRTSSARKPLRSASWRAPMDKNLSREDAIVRHASVLGARLARLGL
REREAKADGNCQFRALSFELFGTSEHFGHVRETVARLMQRKRDEFEPYVEGPWDDYVAALTNASSWGDELTLQASAEAWD
VVVHVVTSSDEHYYLMYGTPAPSPRALFTPRAARRKRTAQRHCFLTYTAPVHYNVLSAEPVPPGGDVLL           
>Aano_F0Y9U2                                                                    
VERKRLRDRLQDFGLREHAVASDGNCQFRAIAHQLCGNDERHDAVRKRVVGQLTLEPERYAEFCMVEDAEDADFESFVRR
MGNDGEWGDAVTLQAAADVYGIVVCLVTSYNERGIFRATPQHRTPPTAPPTIWLAFWAESHYASI               
>Aano_F0Y950                                                                    
MMQGDGNCQFRAFAFNLFGTQSHHLVVRRAACEQMAAHVEYFAAFFADEAEFRDYLRGMARDRTWGDELTLRAVVEAYGC
VAHVLTSEARNWYLVYTPESTDVDLAASSVPENYQAPPQGKEVFLSYVSPVHYNAVVASVASKGAPAYGEAPPTPRPIDS
PRLS                                                                            
>Aano_F0YG82                                                                    
MKKREAIAEVAEKIGLPPRESVKEPERALLSRLSAKAPAATPDKPRGPCDSQCDSCDGPHATRDCPHFKGKPRDDHKDAF
VNYNKGEAGGGDDAKPTIVDRGRATVVKQPGDGSCLYHSLTFGLGSGSAATLRAALADLVVTNPDQEIGGDPLRAWVLWE
SGLSPKAYADRMRSDGQWGGAIEMALCAVMKRVHIHVYEKHTRGFLRISSFTGGDRCQKVVSVIYGGRVHYDALRIHGDA
G                                                                               
>Ptri_XP_002183991                                                              
MAKYYKRSRRLFAIRSGFNVSLLFAPLVHSLVSFTSFRFAANGVCISPARFVDVDRPQTFTMKNVPGEGDCMFLAVALAT
LASMGLGGNDALLRAISHETREAVASTLEQPGILIIEGTRTVSTESLLKSAARQENLSTEEYLRLLRVEGVDGGLYGGGP
ELTVLCNILRRPISIYELDEQQVGTNIDIQPIKCKGVFGLETFQDPLFDIPNSAILLSKSLPGAYSWHLHILVLDVSPTE
KHACVLLPLGEK                                                                    
>Ptri_XP_002182194                                                              
MRERFPVGVCLAVILLSLLPLSESSGPAATSSPSLPRSRAIPQNKRQHTRPWNPSNHIDVNGFLSGLYDRIPGEWEEEVR
LQTSFGTDFPCQIRQVPGDGNCLFHSISLCLQYAANGTHWDLNTSDRRGLDALYEHSQTLRRKAVEVLQHSQRRLFLQGR
ESLRAHELVQAAAQQYNLSPEEYCASMQQDSVWGGGPEIVALCNVLQRPIHVYELASTTTRSSRNDDERQSFVLRRMACF
GSPKFDRRQPLHILSADSRFPDVTPGQQLASGNHFLALFPHERKVRRKQRLRGGFVRKCVTVSNARQTDQDDEPHLNEDE
GKQPAGQRRHGRFTQWWRQLLLSL                                                        
>Ptri_XP_002180960                                                              
MRVLFPLHRILEQNKVSGGHRELVDQQHEQQEDQAQPTVELPGCDSGNRCDDETSSLRESAVEIESTSSAQLPVPPCTVN



PVSSTRTSPICRKRVFPAFPDNDTLPDSDAKSISAQPSPLKRSHFADSKPAARTRATMAGPRKQYLSYESREDDIDPAMD
PLENEAPPLNESYPIGVMSSGAWMPNSSTMARVVTSKPTRDDEAFSQALKSRGLEIIEQAGDGNCLFRAVSIQVYGDSQM
YDQVRSRCLDFMAADPEHFSPFVTGEAFHAYIDRKRQDGVHGNNPELQAISELYNRPVEVFTPDTGAKPLNIFHAEYKTG
DTPIRLSYHDGNHYNAVIDPLVPTAGLGLGLPGLQPGLADKMQVAKAMAESDQMADDMELQRVLKESKEDQIQRAFKETS
YSMEHYQEKAIALSDLDATNFEIEQTMLEHSLETKAQHEQGCKQRAVPGRRWRKRSSPLMSPFLCPPNAASLLASQEEDA
ATPKSTPPVAAAAASSATAGVHTEGSPVRHIDEYPQAVQELVMNGFELRRVIHAYELLGDNFDDLLAFLMSRVAS     
>Ptri_XP_002185254                                                              
MGKKKSAKKGSKGYNRVPDDGGEHVSRSPSMSCSRKKRRGKNNKASGNFAEDSKLRDSLESDGSKTIIDIDADGNCLFRS
LSDQLYHDFGSKHAEIRSDVCDYLEAFEEDFSVFLVLDENEDDEDAADFNTYIKNMRQDGDWGGNVELVAAARLYRRNIT
VFSASMGAYTIEHGSDKQSAGSDLCISYHDNDHYNSVRNHASGKPSVPLKTFVKSESDDNEFCTERKEAMVDGPCEESTL
DALPDTGMSIETTKKSAPCPCGSGLRYKKCCFASKSHVKRLHRMQDSEKRDANVESEHQPKMDGTFRVMTI         
>Ptri_XP_002183721                                                              
MDDVGSVEDRRNPRSIDGDHNGMLVVRATPTNSTEFHRFPFLPTPALQKRSTNIMSETNEEMNARHRKELKALEGEKRAE
TKKTKSTAGKKAKAAIATLEAEYESKLKCMKERHGKELSDETPEFINTDYAANIEKTGGEGPCEPVIDTEEVERQRKVEK
ARLKREKQRQKELRREQEISKETANAGPLPREVENKIILQQLAPLNMIIAEVKADGHCLYRAVAAQCQSDYLTIRKMCSE
TLKAHEDDFAPFCEYTDTVPDFQTYVERVRSSADWGGHLELRAISMALKRPVWIFSSTSPHPLVIEEQSSDVDPIRLSYH
LKYYALGEHYNQVINCTRPRPF                                                          
>Tpse_XP_002292730                                                              
MKRRRRSNKPSPSSLSSFVANLAILSCLLSLRQQSSSNFVAGEGSTIPRSTNRYSNYPSPSDSINDDIINDSNNNNNNNN
SVLNNGGTSNDYHHPPWNPSPKINSSGFLSHLYPRLPGEWEPLANIRGKHGPRSRTYPKSLVDIPVEIRQVPGDGNCLFH
SIAVCLYKVVNGTHISMDSPRSIHQLRCQSLHLRNCAVDVLQNVPRKRLFLQGEEYLEANELLGAAAAQFELDGEEYCEL
MRKESYWGGGPEIVALCNYLQRPIHIYELIPTQQKTTDDEQSQQQQQSQPEHAQPTSTQFTLRRMACFGSPKYDRREPLH
ILSADSRFPDIEPRKIRKVGNHFLALFPVTTSAAKLIGESEEKRGFRRHALIRGGQSNNNNNRRGDSESTRNRGSSMKED
TAVGDSSVRNERGRLGRWDGGLGSWTNKVMDWFAVEDGSEYFVSHQQRNGEGKMQRLMALLFTKVVSITSSRGFS     
>Tpse_XP_002287088                                                              
MEALAALYLKGRKLKVEEVEADGNCLYRAVGVQCVRLGLEVEDVLMGPNRSEYEAFAEFGEGHDTGDGGNHPNTYEEYVH
NVKSTSTWGGQLELRALSEALKCPIVVFSSEGPPLTMGAEYFATEEEREGEDNWGEKKALLLSFHRHYYALGEHYNSVIP
M                                                                               
>Tpse_XP_002296940                                                              
MSGSTTTTKKPTKSYSFHEEHHVVNRPSTSYSFHEEGRRNGSSANQHHPRPHRRYVQESSSDGDDKPERVVPRPPSRKYI
QQSSDESSSPVPVPKKQLVTTSPPTVLSAKATSSAENTSSEALKNAQVTIEKYKQLYEAILRDPSNAFLFEKKDTLATVA
SEEAVAKKEGGEVKEIAKDRVVVHGADPPEVKEVDTTIQEKKDPPATNTSELSEWNSNVNVDEIIEGLKLQDILNPQETP
SVGSQSILSEIKNSSSSSSSSKNDRQLAPIKPNKRRISSSLNSSLRNSHKSASSTDSHHSHRSHSKSERKRSNRSLQDHH
YDRERTSSTTKNEERRSRSSFNLTRSASPGNVSSGTSVSSQKSNKSRSSSTGRNLSFGSRRRFSFSSNAGGSVADDLESQ
GGFTDCEDDGDVVGDLYNASGTDAKKGKKGLFGKMRKLGAKVSNGVSKVFLPGGSMFRKYKVGEKARYNIGKIRDSLETF
DPCDLTVEVTIIAVHIDAVLEIPYYTIQLPDGSRKQTNMEHLMPLEDYNNGRRAESRLGHHRHRSSSRSRSTSRSRSSLV
DNDDDQTSVRSNRSTRSTNSSKSLSSRRSSSKRGSSRRSPSPERDSSRRRSISKRHSSKPRDRDRSGSPKRSSSRHSSSR
RLSEHSSSFKSTSSSSSRHRMKTPPRSRNGGCSSRCGSDKLSSTRRSSRRCIDEHNDSDYRPRIDAMRGGGMTIPSSDSV
VSLKKSDRTVKSKDPQRANDETEEKPTIIKLTRSNTGNSMASSSFALEAAALAIGARRSSASVSSGTKGNESAKEEPPAV
MESMLPKAKHSKSSSSDDYELVKSRDKSKRTRSRSIGAPASPVKNCSKCDGSHESSDCPTYLQEREKHKDAWRHYGKKDK
KHMGEDGGNVRVKAKRITQPPDGSCLFHSLVHCLNTSKECGGVTPLSSFSNTASSYVPPPLTATYLRRKVASYIASNPEL
PIADDPLKEWVLWESGKSVKEYAAEIKKDGVWGGGVEIAAVSHMFNVNVHVYERKKSSDEYLRISCFNVDSDVSKKTLHI
LYQGRNHYDALQLK                                                                  
>Tpse_XP_002294406                                                              
NQGNTIIDMKSDGNCLFRSLSDQLYHDSGSKHDVVRDEICNHLSQNKETFECFLLMEDDDEDIMDFEEYVAKMRRDGEWG
GNVELYAASRVYRRSIRIYSSIMGVWMIDYEDDEGGALLLSHHDGDHYNSV                             
>Pinf_XP_002905048                                                              
MPMNFKVTFANGTSMKLMGLPDDITLDGLRAHLFEKTSIPPQDQHGKCLMTGYPPKMIEGSGESTLTSLGVRTGSVLVLK
EAPENSTAQPKAKSVFIRRVMPADNSCLFHSIGYALGKGREGNGPGMRQLIKDTILADPEKYSEVFLGRPVYEYCAWIMD
DKSWGGEIELSILSIYYKVEMVVFDVTSMSRLCYGEDQGFTQRLFLLYDGIHYDLVVEAPSATASESQDVTLFAINDFSK
VEQASEVAVEAHQKHEFTDVSRFSTMCLVCRSTFVGQVSCP                                       
>Pinf_XP_002901867                                                              
MASKDETLGQAKQRHKLELRTMQNDIKAFQKKAKKDRLSKKDIETQVATMEDAVKDRHEQELKSFNTEEDDVDAAQPDAV
PGQPGSTVLSKQAKAQAKAQRKREVKKQQERERHERIEEANKNTVSERQIEADMILAQLSRHGLKIKDIPSDGHCMYHAV
ADQMKQKNLPSAIEMAGFQYLRKLTSEYMLAHPDDFLPFMALDESSASPEDAFETYCDRLANTADWGGQLELRALACALH
TPIEVFSAEGDVLVMGGEFVSEDDESAPKLQLTYHLHYYTLGEHFNSVAPV                             
>Pinf_XP_002901733                                                              
MDGRNRTASEDSDLEEEMMRVNVFDYEWRRQMHVGDLVDAQNIFGNWCPARVLQIADGEVLLQFLNMHESWHQWLQLDSG
RLAQQGTKARNDSAPIRQAQQIEVRPGGGNSSLWKEALAVRAGGGSVLVRYPGRDQKFDEWIQFTPTKVAPAGEHLQHRG
RGTMLEQRKLAVDAPNMTHRRVIQAQNPRFTHYRDSLQATLGLRIYDIEGDGNCLFRSVSHQVYGDDSHHALVRAACMNY
MESEKEYFEPYVVGDMAAFMRYLHYKRRDGVWGDDPELQALCELYDRPAEVFAYDPQQGFRKLRCFHENSALARSRPPIR
LSYYGGGHYDSLMGSDHQANLIRETPGQWEQRHIGYSHRINSRETRDDVSGVEQEVQAQSDRERTEVEQLEQVLMQSRNE



FDAMDRSLEETLKLSLAEHGEAAPAQAHREREEIAEATRESEMAAIQAELVAKAKAESEEEQMKSAIKASLGGHGTDFDA
QMTAALQASLGDVGSNIPTSGIEDYDEQLRWAMELSAQEYTPPSQGFGMYGDESANTDEMDELQRAIQASLERS      
>Pinf_XP_002899339                                                              
MSLAWLRNHARNRDRGTTRTRSNSQRLAAQRAHRQFAGAEAYAPRITYDNSFVVDSSVTSRDANWVTDDQYKRQYLRLGW
EVALIRKDGNCLFRALSDQLYGHERRHLELRRRLVDFIDLERAFFEPFVAGEGVVKYCARLREAGAWGGHPELVAASRLL
GVTIIVHTGPVKRLRIDTDKYARTKEGKGKTINLLLKHDHYSSLRKREKPLHQQHGCSNMCLCRRIVTPSRASLDSRASL
GARPSDLGASFVDRNSDATRRSSLGARPADIGIEQRGRLKGAYGRKSVPDAPNSRSNEDKRLEKGPAKPKSRLPSPPDKP
KTPAPAPPTQSVPAKAKVAAPAAPSRPKARAPAPPSKPKSPAPAPPSQLASVASIPQVSSPEHSKAASPRRPRSPLPTPP
AKQKTPGVVLFQPESLKPVVKPKAPLVVLFEPEQTPTPKSTAKKSTVSTATPVKTTSALVRDAEEEEPESPSGGREKVPQ
RGVRLPRRAVFNGGKRRRSSAAALSLLQEVSVSLNGSTPEVTIEPVPVVKPVVKTIKPVMVAKPVVKTIKPVTMTKAVVK
TVKPTTVSTPTVTPVTAAKPTPPAPRSMEIKKSSKKVFRQGRPVSAAC                                
>Pinf_XP_002899323                                                              
MTIRLSSRFSLRSLTSGNRKGVRFWFSSNSNNVKSDNARDDLEADAVAAAHEIDEKLQKTKQRSESGCSYVPRVEYGSPH
HGVERDAPWTTNKQVEQHYLTLGWTVVPICKDGNCLFRAISDQLYNNELFHQDIRRRLVDFIAREETHFQPFVEDELVGD
YCSRMQEDGEWGGHLELYAAAMLFNIHIVVHTGPVRRLRVANEDADKKSQPPPPYRILHLLYKDDHYSSLHSNEDVNAIA
PEEYTVVSSDKRERSPMRAFKGSDKEVIKVQASKVVNIQDLTKKPNNPNDPSRKNVKFEKVVEARPPPREGKAFLYEEEN
VPECGVLLPKQVLFKRGKRRVSGATLFSLVHIPSASNLKPVVETTSVSTSSDASTATSSSEEQEDDAEIHSSVAGRPKPK
APTLRAVPVEFPSKTVFHKGRTTAAC                                                      
>Pinf_XP_002899322                                                              
MRRKLADVGCKLHEVEADGNCLFRALADQLYGDQHQHEDVREKIVSYLEQHRDDFEPFMEDEEKFEKYCARMREDGTWGG
NQELYAAARLFQVYVVVHQDQPSARIMVIECDRLRPTRFVHVAYHGEDHYDSVRALKDPVDPDTLPVSIELDCDGFRTED
FAKVPTRSVLALQFCSDGRRMILRRNPLARTSRKSGSFQRREVDILVKSLGEQLQMAAGTGKTLSKKEQRQVRKAEKAAK
SAARKASASK                                                                      
>Tgon_XP_002372023                                                              
MVLSSGWRALIRCCQPVLATPNVSASDKQELAPSFVGRVDEEELNLESETKVNYRVHATLQGDICWTPSTASEEFDPESH
SCADDAVIVSSFGSRVDAAELDLDRDADIVYDSAYEADNEEDAWSETGSEEDADESPRSSEVLTQADEDGQSFEGDLATT
NFVASTQTGEDFSGDEWEIPEEISPAEGMTTRTPTPPGGSPGDCCGDGNEEKIFGRFAALHEKEQPVCQSLSQLPRDMQA
PPLEQSVQASKLSQRSSSRPSAKLPPEMLPFIAPHPQWCRRFAYDFKTPAKSLSMVPQPELSFYDAVVVERHRVAPDGNC
QFRSVSYALLGTEDAHAEIRQEVAHYLRGNFNRLSWLINPDTLEEDEGRMARLDKKYRVRIPYKTYKGYPLAEDELKLNW
VIRLGDARYRIWGDECTLAVMAEMYNIRIVVEQQEGDGRRATKMGSHAVQVIIPYDVVPEACIPTIFLIYDLQRQHYDVV
EKVKPR                                                                          
>Tgon_XP_002370954                                                              
MLAAKRVAVTPRRPAPSPFRTGAEREARRKNEMDLQKEDKSAEYRRKRELRARKRRRRKRSDMFGDIQLIVFATSALLIF
TVYVAFLYREMKAEMRLFVRRPSSNPIETPHVMSGGHPADTNAGKRRTKDIPGKSSAIWPGTSLGKPSDTKKFRDYLETD
GGDEVETNSRDTPVPPQTNPGRTVKAPTGSPKRVKSPGEIEGDGSSREEDEEAPYTFRDDPTIFPYRSSLKEHGKKQVGG
SPYGRHTVKAVPDTPPSRGTLRDGDILEDEKEMPFYGFGRDPVIFPYRSSLKKHVKKQVVGSPIGEQTAKATPDEKLIHA
ETTSSDTRDTNVGKSEQTRTEREPKKALEPLKDATDEQGASLPKAPRKRRDDQGSPAGKIPFIPPNVQQLGFSESSMQWR
REAAAALGIPESDINDRPLITSSPLLGKPAAVYRVGGDGSCFFRALSYAVTGSEDFASTIRRRIVSFIFDENPDLTSEHV
LPTADIQAELRRATGSSGLFRLRAALWLGSTPVQNMTREQLLLAYKNYMSNAGTFATHREVEAAAKLLNSRICVFVPGRP
GTPQRDAWEIHSPKGFDDDLTESMPAVYLVNTGLVHFDVVTAVLTPTKMESVR                           
>Tgon_XP_002370503                                                              
MEVIVRCSNTRHRLILPTEATVEDLLVRVHALTGLSPARQVLKVGFPPQLVCFARGSEQRLVDAGVHAKDVIIVEERKGA
LNQLPEESLAPGRGPEERIDACDEKKGEPPKDRKELDEDGRENLHAPGKNRDVGSSDRRSEAHSQHLGNARTTLVSGRLP
PSSSALSFPPSGVRTPEPSAGSPTPGLTEPLVSSSQNRRSESLAARGRSAGSSAPVPADGGGRRGTTETPSEKKARERSR
EAVTGEIAQPGLVGEVFRFVVPSDNSCLFTCLSLLAAPDKQPQDLRDLVAAVIAGDPESFSSAILGKPRQEYIHWISEPT
SWGGYVELAILAQQLRHEVLVVDVETRRKDFYGDRGTGKRIYLLYDGVHYDAVLALPRQRAFPGEFEKGEDRRGGGALFR
VGAENRFCFCVFSPDDAETEAKVVELASELQRKRSFVNLKEMSLLCLVCGVGIRDQDEMRAHAKETGHANFEKIQAKQLE
DLEVKRKRVEAIKHKKEMKSEEKGVT                                                      
>Tgon_XP_002369569                                                              
MLPFIAPHPQWCRRFAYDFKTPAKSLSMVPQPELSFYDAVVVERHRVAPDGNCQFRSVSYALLGTEDAHAEIRQEVAHYL
RGNFNRLGWLINPDTLEEDEGRMARLDKKYRVRIPYKTYKGYTLAEDELKLNWVIRLGDARYRIWGDECTLAVMAEMYNI
RIVVEQQEGDGRRATKMGSHAVQVIIPYDVVPEACIPTIFLIYDIQRQHYDVVEKVKPR                     
>Tgon_XP_002367905                                                              
MGKKKNGRGRGTARRPGKERRGDSDGEQPEKSDRREKKEKASRDTAGCSSFSSQLQAYGLELELIVPDGNCLFRAFADQH
CGKQERHGEYREKAVDYIEAHAEDFQCFLSEEEESFKKYVNRMRRLGTWGSQVELQALSQVYEVSLFVHVANGVEPVGRW
HGGAGAPQGDTCGKKKGRGVGKKGGAKPNQRRGRGDDEGDGEDWNICKMENFSESHPCLQLAFHVNHEHYNSIRVRGQTP
GKMLTLAQVRRVLNMKAESDRESGETGEETADEAAPEPVEEEEEEEEEEEEAATEKRECVERGTEEDLEEADKSVEGERG
ESATRRVESDTQVRGPAESVRAGQREQEGEKDEGVFPGVQPATEASGNCVRNLLESKGEEHEESREQVEDAATQSGDGSA
KSREETVELTLVEAGKSEETEGTASEEEKCGDARKQETSAAEETAEQIPEGDVKRHGARGKRRIQQRERGEQSTTEDRKT
ADRASKNDALREKGEASSFAPDKHAQEDARSQHTRSSSSASNGSSSSVSVSSSSALSSTSSCCLSLPQSSSPSSSSSRSS
FSSSSVACCSFSPASVPVSCSSVAASASVRPLARSVSASPRWATVPRRSRSTGALVRSSGEVEREASFCFASRQCCLVPS
SGNASVSDSPASSDEAFSAPAHAEAFSLHGGLPASGSPSRENSSSEDGASRFLHSHRLSECRGDHRRPCAGFHADLREGE



KDGFQNRRVKRRNSLRVCSTSSWSPSRSLLSGRSSRICATCGYRMQPLPSSLKQSARPSPLSESPSLPSSVLSGASCSAA
AVASSPSALVPSSRCSSEVLPNGDEETGEEKDEREARPSPLVCV                                    
>Tgon_XP_002366850                                                              
MFLSFFQDLQAASKRAIAGAKMKGEKQRLELEFRQKEADLVAAHKRQLAALSKNAEKAESEEAKQEINGEREETENAGVF
AEKTTVAAGAASASQGRDTGAPTAGVTASPGDSADAVVNAFASLRLYGGDGAREPAKLSKAQQRRRKKRTEDEAREEALR
LEREEAGPDPGQVEWELLRTHLQKRNLAIHSIAADGHCIGVCHQLQQISPQGVEFAPEHPATWAVEQLRDKVADFLEANR
EEFQPFLDDSAQTEQGFANYCGKIRNTAEWGGEVELQVIAKVLQRRIQVATMNQGEFLLLTYGEEFPEESSPLRLTFHRH
LLAAGGHYNSVVPASSKTSDSDVE                                                        
>Tgon_XP_002366842                                                              
MKNGTEVAAASCALVAEAAAVEAASLLLSASTSRSDKKKTSGVAPQNWTTRTPTSRTGESSKSRSFSERNGGARSSQLSS
PKQAGASEDAQKKERTAGRRNSSNRTASSPLSGSPQSRKTVREKNIPSRGVGGPRAAAPPPRSIAAPPCSGPLTPSPSLN
SRIGLEQKKCQSSESTNPHAAEEGSEASLLSKSSNVSRLPSCNRRSAAEDKSPSTRRSMRIADGTKKAEASKQTGEAEER
KLAGSFVQDEWEPLGEEAVERETDELQEASSSAKREDEPEGEETHSQSAGSGAAGSSESVQTPRAAWKRNLPSSRTPSAK
SSGASTPHAIDESGKGPLCANDVSVLCDVSCEKDLEDGDEPEKGKSDEDLEDICRPRTNSASSVSSSSSSSSASTACSVS
KEFDLRGLKARPPWWQDLVKRHVEGDGNCMFRAFSDQLYGTQDYHFYIRQMAVEVMRIKQSEFEPFIDEADGPSFEAYLS
KIATAGEWADDRELRALSMLYDFSIEIYDDNFHVRKTFYEDEREDDPDGRKLTVRLIWSATPGHYSSVQRRSTPFPLSQD
HGVGTLEYLGLRRLLLLEEQLMQQQESAAQLDAKEQRALAEEWGLDPADLAKLAQQQRQLFAEAAASTMQKNRPQKKAQE
ICSRIWSLFEDYRAALAQKHRSEHLGVSPGAGAPGGNLKAPATGANRACLLPPYTVRVNSRGTLDELQAGLQLSQNGGGL
RVDSERLGLAPGECWRAASGYPAGLGRQDAGGLLAAQHGEPATRATTSGPRTAAFVLPSSEAPEPSQVAAAGRLGSSTAG
PGRVAVSRSMHTDGERALVGVSASPKSGQVTSPFFVPLVGSPPYLSAYGEVETPARPGGWGAAGPMYWPSQQTYTADQVR
LRQQYLSQQKVKQLWQESRTKTDKVSSSQQAGSAAAGSSPSVSEKGVSTVSGPAAGGSFMSDNGLPIASSSRRSSSVSTV
VPANPVSPRHLRQEYTFQDEKVGDTFISPTLDTRGARPFSAGSAGGTPADSQRVAASSPLSLNVLSGRAVVASASSTSAF
RLTGSAGVPFSDAASGGYVKTQDVSRVGGVLCRTNGVVTRVVSPGTATAAVPKSAAPRNAYLASLESDTKTDRPVSGPTP
DPQMNLFVKSSSAKVESSLESSMMTSDEFARMFSTPVKEEEGSRENSREADPSFGVAWRKANGKQLSEGSDASSSFSPAF
AVGIQPNDPRGLPKESSATQAFVPRVFSAGDATMPSHPWRLASASDAGVKHCFRRPDGVYVQVDPSQLMASYPVVAGAGF
ATRGGVPSGTSATGIAYARHLPHNVRPVAGLARKGNPSSSNNAAERNSGVGSLVSSDGNAGGVASTGSWIGNWLRHTASS
R                                                                               
>Tgon_XP_002365773                                                              
MRYLVTVLAIFFFQKCAALQPHLPPQSLRLFVGHALMPQMVRQYSSRDYVSNAVLRRLSRSSQGDTDLDESDNSLLPGCL
EVRDMPYCVKAREVPGDGACLFVSVAASLWWNAFETHADLNDPAFVDMVGSLRQLAVDTLQDTNATPLALEGDEVLSRRT
LVTMAAADYNMTPAAYCERMRLPGTWGGGPEIVAMSHALRRVIVVYEKHSPSMQSGDSQSGSAFDTHPHRLSRPPATDSP
SDSGQNPIKLKVVACLGFPENVAEEPLHILFTSSAGDGQAADHFLPLFPVVSQ                           
>Tgon_XP_002365092                                                              
MPLCRNSAPSPHDGERAESPRDDTHEITHRFSRLRLPSSLASHERTDAVPAMLPPSPRDLIVVDRLSRKVNVSSFATVMK
AYLILKNRVAAQRANKEFQEGQRRVLPLWGRRSSRVALESPSHSRGKLGSLKGLSETATRGRTDRETQRGSRLGPREYAE
SLPRDPASPKPPQRPLSDGESFDAWTPDAPDGVRAVGAVGRMKACQSLLEQRLGFLGFKSVHIAGDGNCQFRSCSWNMFG
SEEHHRVVRARAVQHMREHREEYGVFFEADDFEKYLKNMSRSGTWGDELSVRAIADSFQCTIHIITSTDTNWYLRYDPQG
AAGKNVEAVRHIFLTYISPIHYNAFTIDDLSASDSETTGAQRG                                     
>Pfal_Q8IJ91_Q8IJ91                                                             
MSKKKRANQQKRKKKTEKKKNNYNNVESERGGITYSLINDYHDTNFKKNFYIKSIRTDGNCLFRAVSDQLYNHEENYKEI
RKKVVEHLLKNEELYKNFIEYDESYKSYIERISLDGTWGGQLELQAVGEIYKVNILIYQENGCILEIKNHSDDNKCLQLH
YASSEHYNSVRFKNRALDNELKSILDLREILNNKEDNDSTKTFYETTENELTDENESAQSNNIKFINKKCDENHREYYYN
KLLKEEDNCYDYIERKKNGNNIFCFSDYEDDNNLTSYNVLQKIHNNIKINRKHGRSKSMPNINDKFLYFFSKNNRNDKVE
SDSTIDNMNKKKSIEKKKTKKNVKRKINFVRYKSSGGMYYYTQYDNNNNDNNNNNNNNNNNNNNNNNNKNEDILRSDDNN
DNSSSSDSLCLDNVFSMYLFNNYVDRSKTPIVRFYFDKLFYKYLCLSSVMHIDHINNKCDSNKYYDNIGHTNSLNNNNNN
NINFSENYNLWNLNYPPNHPFNKNNNFLDESNLSKIGYISHYEVKHNFIKYKKKDDEDFTNFYSEKILYNTENGCQDILY
KNSYIDDNSISPNDIKNKKSFNNNYLYDDSHVINHSDINHSYYKSGNPFYSLYMKGDASQDVNNKINTFKNNDNINGNQI
NVYNMSVNNNIDTHQSTCKNNTVYIEKDIKCVNNLFNNKKEKHFNYYPYGDRIFNIIIDEYVISMESDLLCCYIGNKYNN
ILIRSKSNPNGKSEYNIDENIYSTYATHIIENNNRNNEEGSNNDINTSNVNIENNNIGDSHQDNHSRNTTSTNITKDQQT
ILHLNSRDLSMKKKYQHKKFINMFSKDFYSKGLFQYLNADFILNDDKIKYIIPFFSNHNKINIFKKNIDSNDMYLYNYLM
FYFYLNKDKILNKWKCSKNLYEEFLIKEKHKYYKFIKGKKYTSSIKSRDDQGVKIISI                      
>Pfal_Q8IHU8_Q8IHU8                                                             
MEEEGRISYHEYKRRLKKLTEEIKKEMKKSSNKNKKSETLLNLEEKLNKLNELYNKEDDNKKVEENYNNDDNNKDDPFHT
NTLYQMNVMSKKALRNRKKMEHREYEEEQIEKSRNKEGEKEYEELSLNLKKLNKTIYSIAPDGNCLYESIIHQLKYRIHT
YQYTITDFLKLINKEQFSLDNINLKDYINTNFFNFNIFNNINPNDLSSDLLRFITSIYLLQNKELFINFIYDSDDCEDND
TYFKYCEDIIKGVYGSEIEIKALSNILKKKITVYDVNMNISYEEDCEEELFLCFHHKLYALGKHYNSVIDLPS       
>Pfal_Q8I2S5_Q8I2S5                                                             
MCLDWKYNYMKTRLKVLENNEKDEEIERKLQNNLNIKSLGYVLKAIEILKRKEKMKRYSTFDRHLSYFKKNNINKPQYNE
KKILEHRLWAIGCELIEVIGDGNCLFRSISRNLFHKQKYHMYVRKKCVEYMINYKEEYSIYFENNEFQQYIKNMSKNGYW
GDELCIKATADAFDCIIYIITSTLENWHLKYESKNNNGMYKKCVFLAYSSPTHYDCFKLMQR                  
>Ptet_A0C3E6_A0C3E6                                                             
MKNSSKLRRTSNNKDKQRSNQKNREDKLVHLKVSQIKDNRLGYAKHFQEFQDEMNQLGLQIRDVEGDGNCLFRSIADVLH



GDEKYHKQLRRLAVQTMQENQEFFGLFIEDDMTFDQYLKEMSSDGEWGGNLELQALSQALDVNFFIHMKGRPCMIIKSMT
DERPLNEKDALHLAYHLIENVAEHYSSVRMLGDDSNTRAEPIPLDIFEGLLDTFQQAPLGNEDNFDQFDDLEQIEDPEER
EYLQTLREQEEAEKAAKEAMKQAELQKYQLKQKKNKKCNCGSNKTYKDCCMNVDIEKQKWPKQQQQQQQQQQQQQQSQSD
APMKKQAVFI                                                                      
>Ptet_A0DGQ0_A0DGQ0                                                             
MNIGNRNNDNSSSEEIDLELQDDETQVNQDCPSEQQVLSHLLEIGEFIDYLDSNTNKWATMKIVDIQNSNIRLQSPSSSN
TFWIQFSYEIIRKQWIPGVPLQNSKVEVYNSNKGWLVGIVVQIEKDEALIHHQGYKRIYDQNYQHKDIHPLGLNSSEPGI
GKLLKQQPQSLMRLQHRFNLYLQLQNFLTMRKKYKEMETSLQSILSEQGMLIRDVQGDGNCMFRAISDQLYGNEIYHKEL
RKFAMQYILQEKDYFQDYIINGNVEEYVEYKSKDGVWGDNIELQAFRELYDIPIEIYVCSKEPLKTGLEANPYNKEPIRL
SYHGRSHYNSIKLKDKQHSALLGVLEISQYEKQMFEKLQEQKNKQSANNNNRCGQQLSRAQFENCISNELDIIFNESKRL
FQDQQLKIEQTAIKESLQQLEYEEEEEQLMDMVIKESVQDAQFNQQFPIQQQQKQTQQQQQQQQQQQQQQQQQQQQQQQQ
QQQQPNLENEILRKIMEQSKQEQEQQFMQQFEDTQFQNALKEIEKTIYEDPMNNPTIAQVMAMGFFTLEQVVEAYAIHRD
DPDMIINYLYENFQ                                                                  
>Ptet_A0C9N5_A0C9N5                                                             
MEQSNVNTGDRINDNSSSEEIDLELQDDETQVNQECPQEQQVLSHLLEIGEFIDYLDSNTNKWITMKIVDIQNSNIRLQS
PYSSNTFWIQFSYEIIRKQWIPGVPLQNTRVEVYNSNKGWLIGMVLQVDKDSVLIHHQGYKRIYDQNYQLKDIHPLGQNS
NEPGIGKLLKQQPQSILRLQHRFNLYLQLQNLLSMRKKYKEMETSLQSILSEQGMLIREVQGDGNCMFRAISDQLYGNEI
YHKELRKFAMQYILQEKDYFQDYIINGNVEEYVEYKSKDGVWGDNIELQAFRELYDIPIEIYVCSKEPLKTGLEANPFNK
EPIRLSYHGRSHYNSIKLKDKQHSALLGSLEISQYEKQMFEKLQEQKNKQNANNNNRYGQQLSRAQFENCISNELDIIFN
ESKRLFQDQQLKNEQTAIKESLQQLEYEEEEEQLMDMVIKESVQEAQFNQQYPDQQQEKQTQKLQQFQQQQQQQQQQQQQ
QQQQQQQPNLESEILRKIMEQSKQEQEQQFIQQFEDTQFQNALKESEKTIYEDPMNNPVIAQVMAMGFFTLEQVIEGYAI
HRDDPDMIINYLYENFQ                                                               
>Ptet_A0D806_A0D806                                                             
MIDVKGDGNCLFRCVALALQGTQNTHQEFRLMCANVIQENQAIFKEKIHQGMLKQYDESKEVFQQYIEQVQNGEIMGGLI
ELQALSLGLNVQFNVEGIGNKLLDIGLSHNPKKEIQLCRIKNDKYKDGHYMFKKIHKIKKKK                  
>Ptet_A0BTW1_A0BTW1                                                             
MMKDKQQQRQTKKQHKKQRGQARSLKGYAKHFQEFQDEMNQLGLQIRDVEGDGNCLFRSIADVLHGDERYHKQLRKLAVQ
TMQENQEFFGLFIEDDMTFNQYLKEMSNDGEWGGNLELQALSQALDVNFFIHMKGRPCMIIKSMTDERPLNEKDALHLAY
HLIENVAEHYSSVRMLGDDSNKRAEPIPLDIFEGLLDTFQQAPLGHDDNFEQYEDLEQFEDPEEREYFQALREQEEAEKA
AKEALRKAELQKYQLKQKKNKKCNCGSNKTYKDCCMNIDLEKAEKQKQPKQQQQQQQQQQQQQQQQQQQQQQQQQQQQQS
HSEGPMKKQAVFI                                                                   
>Ptet_A0C1A8_A0C1A8                                                             
MKKYFNQFNKRLQQLGLTLRDVDADGNCLFRAIADQLTGNEENYNKYRSMAIRSLQKNRKFFSDFLPEGSTFNEYTKRMS
EDGIWGGHLELQALSNTLQIDIVVHTLDNYYIIKHIPIKTCWSSFKEKIHLYFNKKQVPTQKQIHIAFHSGKKIINHYQS
VRLIHDNTNKPAKQPSIYCELSEQSTTDESY                                                 
>Tthe_XP_001033242                                                              
MVLKSEKNQIVSDDEDDNPSSGEQNSDSDCNVVEVELDEEQENNISHQVDAQDFNMNQNYKIDGLNWEDKQNNDVSKFNH
NQDSQLNASALNQKQDDEEEEEAKQDFSQEKEGIGINSELKKRFYIGENIDCCDTVNKWLNAEIVSLRHNPNEIRVHYSG
WSQKYDEWISVDSSRILKQWHRSNSQVKQIPISVNNRLDVYHEESGQWLEAIVKEIQNEEGTKIKIHYNGYHSKYDEVVN
LDDERRVQEVGTHSQAFGAARTQARNPLHFTKRLQEYIIKRERNFMQELHQKKNLCIKVVGTDGNCLFRAVSDQMYGTEE
FHKEIRSVCMDYIQIERAFFENYIHEEFEDYINRKRQDGEWGDDIELEALSEIYNRPIEVYAYSSQPMRTFHETNFNNNE
PIRLSYHGKCHYNSVKKNGFLNLGYLQISDQGKQEAEALKNSHSRHQRSPESNAEVAEAIQNSRKEFEIIGKRDMERALE
ESLQLFEESEKANNEQQFVDIAIKSSIDAFMEAEEEKLIIEQVKKETLMHNEQQEKQQTDDINIKYEQTQVKELEDLELQ
EAIKQSQANAPVAQEDPLLNPTIASVVAMGIPVDLAIQAYTIIGDFPDLIINYIYENYY                     
>Tthe_XP_001022080                                                              
MSAIQLRIRGPKGQKVVSTLRNDSTFINLKEQIALLNETNQESLVLKMGFPPQIVTGQDSQTLEQLGISSGSTIIAEIDL
KKVQVPINKELPNQQVPNQEGLVMIRKVIPADNNCLFSSVIYALERNKPQQSTKPIDLRKYIANVILKSDSEYNEVVLEK
SKSEYATWIQQETSWGGAIEVKILSEKYNVEMVVINIQTGKAEHFGQDLKTNDRIFLLYDGIHYDILCRNISEDMPEEYN
VCVFEKNDMYAYEGCLVLAKQFKEKKQFTDVSTFTLQCGICLQGFKGQAEALKHGQSTGHMNFQEVKK            
>Tthe_XP_001016136                                                              
MKKNKEQKKINKILQHNELLAKKGLVLREMESDGNCLFRSVADQLYGDQSLHSDIRKYVIEYLKIEKPYFINFIAEMEEN
SKKGKRKKQKIKQKQEKQQKENEQIEKQVEIEPKNELDLLFDKYVQEMSENGTWGDNIEIQIISEIYQRSVEIYVAFQET
PMRTFHENQDKFKVNEPIRLSYHGECHYNSIKSLNHEKLIQEKIGVVEEESIHNARNRLKNLSSKLNDNGDSLLQNFYNS
CRSQFQLYDNEELYNRFISQQSEQQLNENAQSNEGYQMSYIYQSELLNHQNDNQDLALQIAIEESKYLMDQMKIQDNDQN
NNNSNNHEDNSQQKQNLIEEIPDNKIKELQFQQPNDQINQIDYEKIIVINSVVNAGFSKEQAEQAMQIVGPNEDLIVNYI
IENMM                                                                           
>Tthe_XP_001009218                                                              
MGAKKNDNKEKNKSKKDKHKEEEIEDQKGRQNKRKEKRHKQKNWQDSDEFSKHLKEFNDEVSKYNLYIKDVQGDGNCLFR
SVADQLEGDENMHMYYRKIAVNQLKKQEEFFKNFVYDIEFDQYLHEMSQLGVWGGNLEIQALSAALGHNFIIHLKGKPYL
VIKGQAIKGIQKKTIHLAYHSEEDIAEHYSSIRNIGDDEQSIPAQPIKNEIFKLLEKEMNKDDVKECIEIQDNQSEENDE
NTDQIQQENKDIHKNETKKSKQSKIEIAKLKKEKEKQKKAERQTQNQKREKTHKSKKQQVQDNSEEQIDVGDGDDIEQNE
NQENYNADNSQEKPLEQNENINQENMKRKEEKKIKDLVWQLASIQLQEDVSNNKIEGQSKLIKLGRNQKCHCGSLKPYKK



CCESKDLINNQQNANKIQNRLDNLKDVVFI                                                  
>Pmar_XP_002783972                                                              
MTTSSSEENNITPVAPQVNVASTASLKGIFGKKSASKKKFKTTNLNSDRQKAETKKKEEDCKREAAALARRAAQLEQERE
EAAARGEIDLDGAEGWYRSMQVFEKKCAEAGLRIREVHNDGNCMFRSFVDQLGYDADGPKDYKNARKAAVQYIRRNESTF
EPFMEPGVTTAVYTQRMQNDKVWGGNIELQALAQHYRVNVVVLQLSQHAYEASELQMIEMKNFDDSAPCVVLSYHDDTDH
LGVAFMGFQQFTLSIDAFRTTEVELLNEVANIMSTFERSAAQERRMSAIEIAVDFLGGLEVEMGGGAESFAHSEGFAMVD
ELLEEEEKERVSDVISSEETIFEDAEILGCAQDFLPEKRVVDPDDVPQANEEDSKLAEETPPEIELKDSPTSKREVVDKS
IHDDELKISFAQRTAKLKKLADMRRRRPSVGVQVGYLMLARSL                                     
>Pmar_XP_002780235                                                              
MSFDKNVAIGYEITKMCEYSGGFTTLDFVDLTEEGFDDYEEYVANMRQPTTWGGQVELTALCGAYGVTALVLRAQRVHYE
IKYKEVDAETTQCILLSYHDGEHYNAVLWEDDERLRTLAEVRECFSSTGEDKWAEKKKKQKSKNKRKKAGKKSREKDDEE
QKQCGEAHLVRV                                                                    
>Pmar_XP_002783039                                                              
MTTSSSEENNITPVAPQVNVASTASLKGIFGKKSASKKKFKTTNLNSDRQKAETKKKEEDCKREAAALARRAAQLEQERE
EAAARGEIDLDGAEGWYRSMQVFEKKCAEAGLRIREVHNDGNCMFRSFVDQLGYDADGPKDYKNARKAAVQYIRRNESTF
EPFMEPGVTTAVYTQRMQNDKVWGGNIELQALAQHYRVNVVVLQLSQHAYEASELQMIEMKNFDDSAPCVVLSYHDGLHY
NSVRLADDKKKMTTNILHYEDIRKLGHDGWSMIVTNVVEMYLSKPDDSSIPAMHSSSHKFILNSDPIELRHWTPLLLREE
VDHHHLRITLTLSTDTDHLGVALMGFQQFTLSIDAFRTTEVELLNEAGIIATIEICTAVFPRDVKFITPLEQEESLLGSL
LPLEDPQVANIMSTFERSAAQERRMSAIEIAVDFLGGLEVEMGGGAESFAHSEGFAMVDELLEEEEEEKDSDVISSEESI
FEDAEILGCAQDFLPEKRVVDPDDVPQANEEDSKLAEETPPEIELKDSPTSKREVVDKSIHDDELKISFAQRTAKLKKLV
DMRRRRPSVGVQVGYLMLARSL                                                          
>Pmar_XP_002780338                                                              
MSTSNTTALLRNLNKKLREVRALRNKIENGVIREELLTGPQRAKLAREEDLLDEIQRIQNTQKSEDAIPESDNCALDGPQ
STGQEQACESAPSETEKIKTTAMEVEAAPGQKRRAKIRSVKKKLHDIYKLVEASESGKTLTEQQRLKIARRPELESQLEG
LHQEAKVEATSAAPEAGDVPSKATDQPARTPGTTASGVNDDEEPDDDDSGEWIPSDPKLRKAMKRKTSFEIGRSTLSEKI
CRVIRQPPDGSCLFHGLGYWLNKPQHVIRRQLSGFLRHNASTVKLNGLTLEEWIRAESNSRTLDHYCNNLLRDNTWGGEI
ELVATSMIYNCDVYVWQHEDAPKSQTGKYVLCYKFHAPPIEKDVSRRRNNDGRDMEEPITCHMLFDGRKHYNVLVLDEKY
CPK                                                                             
>Pmar_XP_002777790                                                              
MSTSNTTALLRNLNKKLREVRALRNKIENGEIREELLTGPQRAKLAREEDLLDEIQRIQNTQKSEDAIPGSDNCALDGPQ
STGQEQACESAPSEAENIKTTAMEDEAAPGQKRRAKIRSVKKKLHDIYKLVEASESGKTLTEQQRLKIARRPELESQLEG
LHQEAKVEATSAAPEAGDVPSKATDQPARTPGTTASGVNDDEEPDDDDDGGEWIPSDPKLRKAMKRKTSFEIGRSTLSEK
ICRVIRQPPDGSCLFHGLGYWLNKPQHVIRRQLSGFLRHNASTVKLNGLTLEDWIKAESNSRTLDHYCNNLLRDNTWGGE
IELVATSMIYNCDVYVWQHEDAPKSQTGKYVLCYKFHAPPIEKDVPRRRNNDGRDMEEPITCHMLFDGRKHYNVLVLDEK
YCPK                                                                            
>Bnat_90373                                                                     
MGGLERNQSQPEPKHFVREWLDAKDEEGTWIEAQVVNIQEGRVQVHFKGYSSEWDEWYESNSQGLAKLHTHTKPICTRDT
ELGTDVKIDLPIGKDLDVMDTTDEWVPAKVVATDGKYDQVKVRYDGWESKYDEWIRTDSYRLAVAGRHTKKQRLKAEEEK
RKKEQQLQEQEQRKQFLEEGGKRTNNLSSSSSRSRKRHGERGREEGNMMAVEKSNYDYKDNSSYNNSVHSSKEEKKGSSS
SSSSHLPRIRYNTNSVEGKYRSALMRMRNFHVQDEDGDGNCLFRTISRLIYGTPEHHAMVRAKILEYIQTEAVFFGQYIF
DEDFNQYLERMKQPGEWGGEVEIRAACEMYGRHVEIYAYSLEPKGHYQPPAADLIIPTSVTFKGGGEAGEGARQQQHHQQ
QSSRMAVVCEEEEKENFPQHQQRQAPSSFASQTTADTKQSAVVTSSTTLMRTVRGVVSEGKMPLATIQQQQLPQHTSSSS
SSTTSTASERKLKRIMAVTEHSTPPREAKGGGVERVVRLESMATSSTSNSSSRGNNNNNNNNNNNSGADGSASMQVEQVV
AAGAGGVEASGRTDGETNNNDSSSSSSSSYPQVRQVARGELPPLRLSFHWNSHYNSIIDCSSNSSFPIVAAHPGVIEDQG
IQRAKRRQCKLDEMKDLQNALAASRRAFENRDLDQIFSNMLIGTQKASDRNSSENAILEKAISASLEEEEKKFKEAVEAS
RKEAERLGDKNIEIAKEKSVLDEAKARSLLLKEQEEIARVLEESRRMQEKRQLEEILKKSVATEGGGHHAFMEEDEDPDL
QAALAASMEAACTGNT*                                                               
>Bnat_91800                                                                     
MGLACSSGTPVQEEIVSVRHQDVRDEFGKWIKAEITPLENRKVSVHFEGWDAKWDCIMDLDKDREEFAPYGRYSTKAADT
TKYREGDRVQVLQRRPQKLNEWVDAEVDTVEGAEVRVKYHVRGHRKQFQYWYHVNRAEIKKPSEDYFGSSKRYRSTEESS
QPRTRNLDRTRDEDYDEVDMIPPEREFGGRAMGGRGGGGGSGFKKDGKLCCDKCNKPHLTEDCPTYRKARPKHKDAWVNL
GKKPIEMGSSGGNVKTFSAHVVRQPGDGNCLFHSLSHGLRSNASTLRRKICSFILNNPGLDIGGDTIKEWVHYDKGCSVS
RYVDRMSRNGCWGGGIEIAACAHMAGVNVHVWERGWGYHKRISCFDVKNATKTINVVYQGRMHYDALVL*          
>Bnat_129673                                                                    
MTETAGQMKTRHKLEARNLEKDFRARIKAAKGKDKKRELKQQQKDAEKEMKERHAKELKSHNSSSEVAQSEKQSTEAQGD
SEDVKDLAQGVGDIQVAAKPAEKRLSKAQRRRLRKQAREEEQRKKYQEEAANMTDYKARENERLGQRLKPSGLTFSDVEA
DGSCLFRACEHQLQIAPVKEDEKGEIPSHSELRKRTAELLANNAQDYMPYLLKEDGALMSKEEYQKYCEKMGSTSAWGGQ
AEIAALSRLLGRQIIVHSAYADAIKMGVPSDLAPLQISFHQHYYSLGAHYNSVVPLDKE*                    
>Bnat_35594                                                                     
IPDDNSCLFTAVGYVCEKGGSPSMNHASTLRQVIIHQKMENDERRRCGQTWKKPDLYSREILNPQKWGGGIELAMLSDYY
AMEVCAIDVQTLNPYIYGEGKKYKERAYLIYNGIHYDVIVGSISRKERSEAQHSRVSMLCVQWIAKKAHEKKKFVNTATF
SIRCEMCGAGLVGTKEAQAHAEATGHVKFSQY*                                               



>Bnat_90936                                                                     
MCDVKEPLLLILLPCALPREGDVKPTRMNVKATADANKRAIDRARTVALLFVADASNLLTKVMTQPAPHTSLRIRDVPLT
VEKLLTLLTPTALVVVLRAGYSIVQEAADGHCLFRAIARQVKGSEEDHPKVRSDIASYLQRALEKDGDNAGLDDEQLANF
RLQAMAVIDDPSDSKEVSRTMMITMVAGGGGCGGGCGGGEVDSQTMSVLHVNGGDGPDSKKTCCDHSTCQCRRYVNSIAN
GEWGSMLEAYASCFTYGYCCVLQRNKHFPIFLALEEGSLGKKMNLSIH*                               
>Bnat_86001                                                                     
MESKAIEEPEGDGKQAEEARGRADIDSSTLPIRPFYPNQWLDVMDTHNQWLEAQVIQVEDADDGESIYVHYKGWKDKFDE
RLDMGEGSAVRHRVRPALTEFIQHPPRCDQRPELRVSVRLDVHDTSEKWCKATITEVINEPPNRFQVKVSYDGWSSKFDE
WINSDSYRLAPLHYYTDPPASSQQQRPPPLNRSNSNYRPPAGEESRFADDLKRVKGWSIRPMAGDGNCLFRSISYQIYGD
AKHHSLLREKCMDYVEAERNFFSNYIDGDAKVYIQRMRRDGEWGDNVEIQALSEIYSRRVEIYAYSAEPMKTYQRHLGGS
NPIRISYHCGSHYNTIEYPEIKSKWLNSEPGVWEDRVIAASRSRERTRPNTQTQDQELKLALEVSRQEFKRGGHDNFDVQ
IQRAIQLSKGGATGANSGSTTSPMQQAVLNSLGVSPEESALQRALQASMMPTGSDTGTSELERAIAASLVLSHNGNRAVE
SSSNDPEAENDKKNSNNNGDKKERSPAARDTTTTTQSNQGSTSNRESTQEKGGDKKDDGSGNGGGQGHGAAIATQSPPQW
LEELVGAMGLSRERALRGYNRFKNDDVSEEIMKRNIINYCLAG*                                    
>Bnat_127202                                                                    
MGANRSRGGLAGHTVDKKERILKDSGRKEKGEGERRKCGNVSTRRNNERILRGRNPHNGQLLRAREISLKEYDAKNTKGA
STSIDQKRSFGTAMETKKKMRDDSRTQSHANSIHVHDKFKLYVFNRYISYIQTVGISTHNFNVGDKIEFQDDSKLWTFAE
IVAREKYLYQVKLMDPAHKDKIVGGEKDGDMWIHKNSSRLRAVFTGLTKETDDVSFESIQLQDIVSVRYGDDDMWEPARI
ISKSVEAGHVVAQFVDQTKLVQQKIIRVMDFKEQVRNLNNDEIQQELSRGKLYQKSLESIGLRMKKMSHDGTHSLYRALA
HQIYGTETNYKAIRLKCNQHILLHKDYFQHFVDVQFERYMAWKRKGAIKDDFYSPGDHLDIQAVAEIYDCSIVIYSELAD
RLLDGITFYPTTLQRFKRLPQIKLSYAGNMRYDSLFDSSGVPIKVKSFDMKDEVNLSQLENNNKSVVLSNRRAEFRQMCQ
RVSSAASSSFHISHLNTLKTVAESHPKTVTCVYLKAACTCTFKIDQIRSRGKQLYYLLKNVGIQLEGITPSDCGIKLLGL
LTSNEDESTKEFQSEVGSETWSKRMTNDNESPTLQINFKNPGREGPSNLIVEIKGESRDAEHVQVHLEKYLETEFEQQSV
AKFAIDHSEA*                                                                     
>Bnat_83500                                                                     
MSTIRASSLAGLVEMPSQAPRASSPSDSKATARLLVVAKGLSQHKRVTINNVDLQKTTLRGLQAIIASRLSIPADLQGLE
IINRGGGLRPTYRKMNMTLATSSLEANGVRSGDSFRVQDLRKEPVTATVKQGKGWEYPPSVKKTGKMERKQMPRDNSCLF
HSISYVSSPEDGTSDEKATAMRILASEIISTDPQTYDQATLGMSPANYVHVVTDPQQWGGGIELQVFSRHFEMEITAFDY
HFLREDIFGQGGGYKKRAYLIYTGDHYDVMTWRDDQKGGSVQKTFSPKDLLAWQRARDLIQSLHSEASKNGRCKLQSQWR
REIKKRTKNQQNSFKGGSGRSGTTRYVTQTTSNIARKHAFARRPSMVSNSTLRPTSEEKDSLIAAAASTKTYSANQHPPP
SSSSSSSGTSRLRGEGERKSSQQSAQRSSSSQSSLPSSSSLNATTTEEKNSKFKDDDNDTKIEGGGGGGGSPKKRVRRLG
DDAWDCPSCTYRNNIIPDRCQVCRRTNPNYQPDPRFFPGAAALPPPSSLNDSETPQQLIGSGGMDSATAALMSIDPSLMQ
QLQLASIPAWICPQCRVLNRRGTIRCALPDCQYPNPVVSGAIPPQLARRQQALLEQQRRQQQQEQNNDGCLVS*      
>Bnat_85734                                                                     
MGNKSSSKLSKEIFQMLDEDGSQTINWGELQKLTLCTPLARRLEKLSLKQKIKIEWDREKLIRFVTHELKVNEKELEMVH
VILKLKGLPSRIFQILDKNGNGVVYGEEFRAYLESAKTDLPWIQQKIDQTLAAIIQFAEGREGNLLTAPGLAKCLITGGF
DKNQMQALCDHLKENMGTKDLEAPKIKDHGLKSEDLCVDFNCDIRDIMGQWCTGTIIEKKKSRVKVAYDGFSDKFNEWID
SKKDFLRFAPMFKYTSQGSGFVLDYHRGQKVMAWLPSPPPKRWRRAEIAGFQDNQICLHYKVMGTKYQYWVHGSLPELKA
SKKKIEGEAMSRTKDGKWFVGQIVEVLDTVGKWEPAEVLRIQGRSIYVHYVNWSSRWDEWLNIDANLHRLRSLGAAIMES
QEERLSREQREEFYKGLRKNYGYEVLEIPGDGNCLFRTFAHQIYNDQEKHMDVRKECCDYLEKEQSTFAVFIPEDLKTYV
GKMRTKNQWGGHVEIAVMRELYNVNVEIYEKENILEPRPIGAAAAKLPVVKLAYEGKRHYNSIVDPKRDFPFGNGKDREV
NLRKLRLSREGKETKVKEPAPKPIVRKYSYFQQKDTLMMKKDDPASNLNEYDMQRAIQDFMDMTTFAVPLEKVAPMVKSI
LEKLFLKKKAAYKEHEESLEKLKSDMFFSNTIKEFVDALTRSNEIKDGGIQGHGLIQQFQENLLPTVMWRIRQCVNNISP
GKDDGKEGGKGNSKRPEAKAVPSSAESGNSEPPAKDKKSDNSETPAKDKKSDTPPVQESLESLTPKQKGLEKELADKMEE
MEIDGKILKELCLKDLLDTGMTLGRAKTIMRTVDSLKNNSENNNASLNPNDTDLLSPNANPAESSEVVSSEKN*      
>Bnat_91010                                                                     
MSEAKAKKAKSQKKKDKKTNPRAARYYFIEQSGGGESETDVHTSKIENGQKMIKIAWQRYYFDEGELSHPDKFYRISDLI
PAPTIPVVNNVSFVQTVGMPERFFDINDKIMCLNPAGRPLAATIRGIEKNYYHVVYGDDKDQTYEWISRNSARLKIGHAM
KTKEAKDRNAAARRYSIESELFDVLKEGMYVEAQYPDGEMIRARVLHKEEEPKNPQQGYITVIFIGNRLTRQRAFPRRVV
NEERLVRLVEGTERVKVKDNNKTLHFISSLKAINLSVVSMNREGGHSMFRALSYQLFGTQTNWKAIRGMCVDHMINHKDY
FQHFIDCEFEQYIATKKKAIRLKDFYAPGDHLDLQAICEIFDVGVRIYSDKASRPFNFVSIYADPHSPFQKEYGFGCIRL
FYRGDEEYDSLVEQGTSIPLKRKIGFQKAPKTLGELTEKDIKGIILKSRRRDFAINNPDLFEENTNVQVCEFTGEWVFSS
ETSTEKTVLAMLKQFSLPVPTGWDPSGLEVETGSTKLKLKISKTEKKLPGDSSKTLRRQFEITGIEAKAQKLVDFCERYF
EGLKLLQTRAAVLSRSIGEQCT*                                                         
>Bnat_87842                                                                     
MAKKSKKEKRARAEAAAAKKGKQRAQKRELRKQRQKEKGKEWQREIDKFSDQLKPFALKIRDVFGDGNCLFRAVADQLEG
NQNDYAKYRERCLDYMEEYPEQFKPFIFDEEYAEYIKRMRKDGEWGGNLELVGISHAFGLHLTIHQLGLPRWEIKNPNNV
FSRVVHLGYHDGEHYTSIRNISDDPRKEATEIKAFTNNSNKYGGGQKNKSSYDSSHHHSSDSRALKILRESTGCKNIKFI
GEALADNGNDVDATVQYLIEMRESGVAEFFMDDNQENEEKDDAREENEKKKKSGGSTSGSRKVNRNGPCPCKSGKKYKSC
CAKADKVAREGARRARRKDSLSPGRSRKGGKNIRIQKLSNKQRKELARKAKMETSNKDDERKAQKGGKLKTRKEDIAQDE
PQPDLGSLQI*                                                                     
>Ehux_448085                                                                    



MSDGGDGPDLSIFDFGSGSDSDDLLKAHRQEEQRLRTEAKEKKFALPKADRIGRAAADEELDAALAAMRERQAAEVAAAG
GDAAADGIAQMHCLYRSIAHQLAAGDEALAAEYIRSHADDFLPFLLAAHDFSDGLLESYCSQVELSSEWGGQLEITAIAH
ASRRCIAVHSADAPVLLTGAEYEGNGPGLKLAYHRHYYGLGEHYNALVPAD*                            
>Ehux_200249                                                                    
MGAKPHAIAGSSLAASASVDGYNSADEHEVAVSAPAETIEAFAARMAATRGLQLVPMLRDGNCLFRAVADRVYGDHAMHD
VVRQQTLDHVAAESAHFSPYVAEDIHTYVARKRRDGVYGNHVELQALSELYNRRVEVYAPNGALHSNCTSGSTNTALGLF
GDPDASVPRERGVLVVSWLCLV*                                                         
>Ehux_97842                                                                     
MGAEPHAIAGSSLAASASVDGYNSADEHEVAVSAPAETIEAFAARMAATRGLQLVPMLRDGNCLFRAVADRVYGDHAMHD
VVRQQTLDHVAAESAHFSPYVAEDIHTYVARKRRDGVYGNHVELQALSELYNRRVEAALLATAAADSDAAATEAAIEAQA
PGGGSEADSTCSALVAMGFAAAAAREAAARFGADLDSAVEYLAG*                                   
>Ehux_100007                                                                    
MIRLRLRGPGGLKNVAFESSATAAALLAEASQVAQSENGNIVILAGFPPAELKLDEADTRPLSALVQTGDTLTVKPATTA
PPTTAPPATAPPATAPPATAPPATAPPATAPPATAPPATAPPATAPPALASTPAPAPVAPAPAPPPSDDDPELALALALS
RGEVGAPAAPAAAVAAPAPPADGEDAVVRRVIPANNSCLFAALAYALEGGAASAQAKAPQLRELVAAAVRDGSAAGDDRY
SEVMLGRPPDEYAAWILDAEHWGGATELDILSRHYATELCAIDVMSGRVDCFGQGAGHAQRAMLLYDGIHYDLLVRTLFD
GAPEELDVTLFRPDDARALEQVKLVAAEARRNRTFTDTASFTLRCLVCQRGLKGQAEAVEHAQATGHANFSEYR*     
>Ehux_212798                                                                    
MWRLLCVASIALRARHHPRADRAATAAAAFDRVHEVPGDGDCLFSAIAAAEALAVGSIVPAGSALSARAAELRSSAMDLL
CPTGVPDGALTLGGLPVDLLIELQPGEDGRGYCSRLRRRGEWGSTAEILALSRVLGRPISVRTDFGEQAFGDGEASGALA
LRFRGNHYDAVRLRGGACEETGAEEAVGRVLDRLHATAAAADADAYFALFRPEAVFYGTDPGERWQMDEFRAYAGARFAA
GDGWEYSVRERHVTVRGDVAWFDEALDGKVLGPTRGTGVLVDDGAAAGGWRLAAYSLGMAVRNEVAGEVARLNKEGRGVA
ASQGE*                                                                          
>Ehux_68494                                                                     
MANFARSLRLSGLKLFEVERDGNCFFRAIATGLGEHQGCHASYRERVVSHMEAHPDDYTPFLTFGEGDEEDDADFEQYLS
RMRRDGEWAGQPELLAAVQALRVHLVVYQEERPSYRIECADKAAGCVRVSYHDGEHYNAVL                   
>Ehux_438907                                                                    
MGFFGRGKSSKRNTAAPPPGPPPPPARCACGNFATSGKEDGLCNACRSAKAKYSAPTPVETAAAVRVQAVKRGQLSRRES
TVRLLSVIADEDAQIAAAIGGVLTAANYAEVILKVHEFKRKLLAMRVIQRRARASIDARAQTPRSEQPPVVSRPAYDRTA
SELPSREAAIMQGIKLLDQRILVTGLQQEIMKDDGNCQFRALSYQLYGTQDRHAAVRAATVAHMRLLREEYGVFFIDDEF
DAFLTNMAREKTWGDELTIREAADAFGCTVHVITSDAENWHLRYTPAGMARQPSLATADLADGSGAGRRLFLTYISPVHY
NCIRRTTAPLLAVAPPPAF*                                                            
>Ehux_223354                                                                    
MGQGPQDARSRLSRHLGLPGFKILAWLARLQEQGRLRGFKIKDVPGDNNCQFHALTDQLEQLGISGWSAAAERWTTAPSA
SESFKLRDSVGVEDWDRYIREMSQHGATLLAASVIFKTEIVVISSLSPDYCHTITPPDGF*                   
>Ehux_120387                                                                    
MRSWVWLSLVAVVSARILPLAASRRRQQDPREALLAARGGAGIFNSRRRSDEEESSLQRIVRTRSGFYPEVLQELEPQVS
QPGRNSTFCVQQVQGTGDCLFHSIAISMAYDDNCTHVDMHDPWLDGRVRELRQLAVDTLTADPNCSLHLEGDQSITASEL
VAAAAEQYNMTSEDYCSSMRRKGVWGGGPEILALVNAMKRPIHVFEPVAACNGTEFRLQLCGAFGSPKFDKSGKRVCIIA
ADDRFPKCKPADVKRHGEGGNHFLALIPTHGRELPPCEYSKRTSERMSAAFSSYVAWARAPLHHVALMRTGRAELVRVVD
DLAFSVVSETASLRVARGGGMSEGGSICSRALPLVTANRFCFRGCSCSVTRTPKSLGFRDPALPMGLALMLVCGMLSRVI
KPGYATIEVDLKHEKAAGDRASVQAAERSYIERTAPKKKELTKEQLAAKAASRKAKKARQKARRAAETASARPRARPSAR
TTRTRSYARTSSS*                                                                  
>Ehux_256775                                                                    
MANFARSLRLSGLKLFEVERDGNCFFRAIATGLGEHQGCHASYRERVGAHMEAHPDDYTPFLTFREGDEEDDADFEQYLS
RMRRDGEWAGQPELLAA                                                               
>Gthe_132964                                                                    
MEDFWLDACVAAWRNETHPVERYLAAGGNAMRRMRDSEVATLNAKYDVEFFSPGLDLVNIALQQDSQDVLLLLLPKDAIQ
PQPTVTVLQMPRVPRGLRHAQGKEDVRQLWLEACLACMNSDLMPIQKYVRGGGSVSRRLLASEAKELNRNFPNCFNEGET
LANLALKWDNEAVLSLVLANVSEGSDKKDSDVNSRAQEEKTQNDHKGEGRDLRQTQEECEQAGIPYIAADYNYRDNRSDA
VGNHQLRRLWLQACLAAYDNTTNPITAYLEAGGERSRSLTNQDIEYLQMSGCLRVGETLVDIALRRDSSQALACVLGETF
VPQKKICSRDSNYSDQLRSQPRADLDSLWLDACTGAVLGEKDKIIAYVKNGGELGRRLKAEEATLVNEEGNIVACSGSVR
ARETLVDIALKYQRSDIIKLLCSDVVPDCARKRLPCHQFVMEASAISKEINANLELSVGSGLTKDMPFFQLNFAIPRELQ
TLPHDVRTRALNEIIDCEARETLEDENEPVINWCPALLPQHKLHPLYNGGMGDCLLHSASLVLAGIEDRNMAWRASLVRV
MKTFDLYSRWREFRAREAALLGYHAEDWQWKKEWSELVRIAGSPKMSLEQTHVWALAHLLRRPIIVYGIQNIRNHRNEIL
GHAGHQGIYIPFLLDKSECCTDPLALAYVRGHYLGLVGEEKDPLTPTTILLPITMHNGQRLPVQYLYDVERGSEASIIRE
WLRCRAVNGVACVEQSYNPRASRPEACQALMRRYVEDVHQRMTNPRDEEEGVGADTIVEATL*                 
>Gthe_44616                                                                     
KSSKKRKAEGEQAGPKVVKVRKKTRKNREMESRILSKQLAEQGLRLVEIPADGHCLFSAISDQLKRTGYPTEHTHKSLRR
LAAEYMLEHEDHFRHFLSLEKNASANAFQAYCRRIEKTNAWGGQHELIALCHVLKRDILVLRHDMSQQQFPDPETHPQYG
GPPLRLSYHMHEYSGGEHYNSVVSL                                                       
>Gthe_157236                                                                    



MAEEESAASRKFVRKVIPSDNSCLFNSIAYCMAPVDNIHQTSSALELRELISAVILSDPEEYCEAVLSKSNQEYSHWIQQ
SSSWGGAIECSILAGHFQVEICAIDCQTLRLYRFGEGRGLSRRMYLMYDGIHYDAISELEGRKEVTLFRAEELAIALVKT
FRDKRQFTDTSNFSLRCLVCGQGIQGSDGAQKHAAETGHGNFAEN*                                  
>Gthe_134848                                                                    
MATAVEKSNAGAVQGEGGGGGNGSIDDGENRIEHQYWTRYMEGVVKESQKSLDQQFLDRDLGKLIKSADAIRLQTLMYHE
YAYGTEKVSTKFMYLGNYYALMLRYIALVFEKMKCHPSYKNSEFRKEIDAQLKQGKLAVQELEKEKHELKRLFTIQYREK
RALKQANISKIKEKDLKSLKLIGDAMESMKINVSTGTCWDPAESGLTSTFPGNAMEREGLQELMDKDRHVVQPAADLPPS
NSKPSVTSAPSVSAQRALGDQSVRPQQDKSTSPASRKGIIEEKMQNDDDIFIALPVFDEIPVLLPSQNRMKFDTFLQHER
RGYNASLIPPTKPPPTSTSTVSAYPARQSSKYNEMYDRDLQLALRESAMLANTENMKLQRWRKESRCCMLIPGRLRERLE
KFTDFELEDVDNTGHCQFDAIAHQIAGRFADQYKVQPSEVHYRRVRRDVAEWLRRNAHVTLDNGATITDFLDSEDGATWE
IFCDNIEDKISANPVWGNHLTLIAAANCYNRPIRIWSTAPGDDWWLQIEPKHYKPTHHIRPFELAHLYERHYLSVRERRG
KNSKFSGTPRY*                                                                    
>Gthe_136742                                                                    
MAGKKDKEQNKKNKKGEKDASSKKKKSSSDLCTQRQKLKIIEGDGNCLFRAIADQLHGDESLHHREREKTVNYMEDHKDQ
FACFMDESESFEDYCSRMRENGEWGGNMEIVANASCNQMSIAIHQADMPCFIVSPLSDKQACVKRTLHISLHDGNCEAWA
HYNSVRREDDQEEGAIPKPINLTSMGDGSQKALSGEKPDRAEQQVMRGTGVNDVAFVRKVLGEVDGDEDAAIEYIISTGR
EERKESEGDAEETLLSNLKEGTDKEGEDKGKPSAKTRKEAKEAKKAAKRLSKLIKKGKEEENSVQELHTGFQVLAI*   
>Gthe_108248                                                                    
MTRLVVKQHVVSKNSSNGSSTGSSSNNNSNNHHASNQNRSNSRNNSPTIWRNVHEGSRQNVFENSTLGAPGDDTTSFIAP
ARSYGELSEMCGHEAREDEKELAGVVSHENWRDTSTIERKQFGLGPSHSPAAAKTSHEDCSEDEYNSADEACNDCGRRGD
NLSEEELENILWKEKGFKIRRMKEDGNCLFRAISDQVYGDPEMHEEVRELCMDYLVAERGHFSQFVTQDFDEYVRRKRND
KEFGNNLEMQALSEIYNRPIEVYRGSAVPMKIFHEGYGSGSAPLRLSYHRGNHYNSVIDPKEHTVGVGLGLPGYETRNPV
NERIEEEFEKHAELPLQFALRESEADEMEAALLESTLRASRETWEDAEIQKQLDELGFMQSRLEESPYSRAAAAVEELLR
EEIHRRKTVSVH*                                                                   
>Gthe_108439                                                                    
MMLKKQSELFYTRWKAQEELWDAADAETLGLEKPIERSDGQWLQEWNEILDSADRDQAHLTHIHLYALAHILQRPIIVFS
SKLTEHSVCRLRGKQKFRDIDSSWRGEKVPLILAYESSHFIEGELLPVLFVDKNKLYERYPNIVEALKSFMSCEKLPDGP
LCVKYMIRKDDTATRYLARHQFESELSTHTLSMIEDFLTECHAVVTQYQMYDEELLNDQTRIPDEWRSTIDI*       
>Gthe_163725                                                                    
MLIAHGAEVLGIESIVVYKRDCSMIMVNGRRTRARAMMGTSWGLCMQSNRKCDVSLEGLNLRRAKTDTLLLIRLWYDAES
KEMGHLRIAALCFLAVQGCTASFPQSPITIRHTSNEIVSGHVIEDNHRNGFLSKACSAFEGFKTALSSWPRIRNSRQLLA
DAAPALMQGPQQQQEGSGHMRAGGTTVLKVYPIKGDGRCMFRAIARALAHAEKRPLSDNYETQDADFLRKAAWQVICVDK
RQAFEQARVIEGDMKQYCANMKSPNFFGGEPELFVLAEELRRPITVYVPQQGGFKAIVQYGAKYTKERPSIRILYNGSNH
YDALLD*                                                                         
>Gthe_46351                                                                     
KAAGSKKKRKRNPTEEEIMARLARKRAKQNRELESRVLSQKLAEHGLSLVEIPADGHCLFAAISDQLKRSARHGEVIHNY
KSLRRLACDYMLKHEDHFKHFLSLGKDTFEEYCKRIGRTTAWGGQHEIIALCHALKRNIEVYRHDMTRQLFPDAEAPYEG
PPLRLSYHMHEYSGGEHYNSVVP                                                         
>Gthe_144941                                                                    
MIANAPEEAKMMVRRRMAKDNNCLFHSVGYLAEGRQGSICSELRAAVAEHVAHDPAIDEVLLGTNVQEYCQWIKNEMNWG
GETEIYILAKKYNLEIIVGTCLRWNMSERLTGENRAGRIYILYTGQHYDALVGVKEEDDLPEAETRIFPAGEEKFDELAI
KAGDFCYQEELKRKSVQLKKVEHDDDFMYECDEVEVECQSANEDEMTEKYHIFYNTDSDPLSNYFLCELNVDGQTYKSVE
HYIQCVRYAPHVGLVNTIQNAKDAFEVLDIVAQTECGEVSGWDNMKQSVTMKGMRAKFMQNDQAREALLKSGKKDILLVG
GGTWNGVQVEGEEIIGRNVVGRALKDLREEVEKR*                                             
>Gthe_117446                                                                    
MSCKVTVTACLVMLLFASSGLGEDAQDSAPSLKLPGSLRSVHGGCLREGVQSPVPTRVDNKKFEQAAREILDGDVAGPLR
MPAISMPPLKAAPIAVNVKNRSRCPKMHVVKLVMIGTFDDGHNHDDEDAAMMMITTYEETKVKELQASLDSIPSTDRLSG
KREMKTIHEAVPDLGFQPDMSRRSLRSSSLPRSPDSHSSPSMLPIKGGSAAGYRHHLALVVNRLLNYLDVAASGQVSWRQ
FGSDCRQVVNEFVAFCRATVRNTFTSIVDACLDGGVFALGRFLAVFHNLACYIFGPSYFSNMVVAYRRSGPIFRFTRFAV
VSLSRLVASSARRTIHSLYGHVSSISRVESFTLPNVKNVYSAASNLIQRTIWGDLAPHLQELDACLARQGLRQELVDGDG
NCFFHALLLQLKHHSVPVDPSQSRGEQERRDSPSERPVSLLRRQVVQYMRSNPQLFENYLETGESFQTYLNRMSNDGEWA
GEMEIVASAFLYDVCIVCYAVTAGGLAEYKYNPNKDEDGDGEPRKPRPTLRICLWKQHYWSTCAAADEQDEGESSTAAAA
EPSAGEAENAEEDGDVWG*                                                             
>Gthe_145848                                                                    
MTSYPQPSSRQYYVQNIQQQQPNQFNMQMPQQSLQGQMPPMAPQQMNQQQYQQYPTQYVYRQQAGVQPPVQYSRPMAAPG
VQEQRLQTPEPMDYPYNGYQPSNSYSMSSPQIKMMDAVDAQQKGRPKVDARAFDLRTVKGDGRCMFRSIARSIAHFHSNS
LSEKEEEREADSLRALAHQVISKDKRNFFENSGAIEGDFKTYLKRMKDPSFYGGEPELLALSDGMEVPIKVYMYEPGFFY
PIAEYGSQYTGKHAIHLLYNGSNHYDALIQRNSLVTM*                                          
>Gthe_147248                                                                    
MVEAARKNFESLMAEISSDEEAPVTKQEEKKEEQQSPPPPPSTETKKDEEKEEEEEEEEPAGFKYAASGKGKKGRQQKRK
EAKAAMEKKRQEEAKESMKGWVDPREEEDKSIAKLLEPLGMRVRDIKPDGNCLYRALADQCREHRDSLPEQLGKEVEKWG
GGDEDGYRSLRRVAANFLRSHQAEFEGFVEEADFSSYARQVEETAEWGGDIELMALARALHANIHVYSARMDEQTFSPFS



PSSVHLRLSFHQHAYSLGAHYNSVVPA*                                                    
>Ngru_XP_002682311                                                              
MRDHCTPLSYLLDKYQHNLYLDTTQHHHHSFHSPFHHRKHHQTINNNNNNIELNDSKGDAGHSLHSTFDSTRTLNHHQQD
ETITTHEKPTLSTYKYKSNGMRSIPIQEQQQHDHASETNKKKEELLTDYMKRNQLRMVEAKSNGNCLFNSISLALFDGEH
KNFQLRQLCVDWIEENLDSIVKDGIKIRDLIFLREDQSNISDYLHDMRQEKEWADYCCLNALANLLECELEVVYVNYQEN
EWIVKSEIQVEPINRPTGLLLTKIRLMYIEDLKHYNLLIKCK                                      
>Ngru_XP_002678587                                                              
GEKLIIEEDTGNNTNRIIKGKTIGPYVPPSNNQGYFVRRKQPSDNSCLFHSLSYVLEQKDNTKVHQLRELCANYVAENPK
RFTKEVLEMRPIEYANWILHDQTWGGAIEISILSEHYKVRIVAFDTTTCREDVYGSDHDEYNAMALIIYTGNHYDALSLN
QFGDSGSSDKDITLFHIKDTVIMSKARAYVEEEHKR                                            
>Ngru_XP_002677101                                                              
MTKKKPQKKSSQSNNNSSVPSGSNNAGKQSLTEHEIQMVLLEEQEIDQLFSTMSLKRKPIAKDGACLFRAFSDLYYGTQI
YHDRVRKSCIEYMKEHESFFKDFIFEMDFNSYIKFMSKATSWGSQLELEALASLYKVNITVYGVNGILTEHRGDPTLEAQ
DVKNQWSSDTSISDLIRQKKLEKVEPKKRKEIRLAYLYGSHYDSVYPANEFMNTIIVQDIIYDTFMDPFKNDLFQKKVGT
YKNVEYDAWLDELEKMEKKSLQKVKELLFQNEKSYDLDDPREFPQLAKQSSNSISPPVASSSSTDSATPQDGSAENADSS
VTVEEKPVNAWLTQEKPNWASVAITKPVETQPEAQPETQTNGTTPTINASTNNNNNGTTKSVISQSHSLTVKMETSTTQE
SSNNKKKAKGNHKSKKPKNTEISSNQQVKPNTKDDVSLTNDEVKQSPPVVNINNQNNSSQQQSVTISQQPPLVSQFSPLT
GYPQQPFSPPQFMGQPGVFPNQPPFLVMMPPPGTYPMPQQNPNNGMILIPTNLVPPNFVPHYPMMPPMQHHANQIVPPPQ
QPVVVQNHQPVIPQVVTEPPKPVSAWSMPLQSNPTSNLTVSSVVNSQPVSTSTSSSTTPAQSTTSKSEPSTTQSGNKKNT
RKKK                                                                            
>Ngru_XP_002674142                                                              
MIRIRLPASQMALRGVDFSSTVDWLKQQIQKESKIEPSKQKLKMGFPPQEIAGQQNQSEFNAKKLSDIGVKSGESLIVEE
TSEYASIVNNSQPIVVEDDDITPSSYKIIKPESYSDVPPRPHSVGTDDSTLIAESVVIKRVIDSDNSCLFNAFAYCLEGC
ESRKKKRAPALRRVIRDWILNDPIQFNEAILGQSPKAYCEWIMKDNSWGGSLEIMILSQFYNIRVDSFDVTSNRRDVYGE
GDPLIKGKILLLYDGIHYDALAINPVPQGPEELDITILPADDDISSTKALELVKQLHNQHQFTDTATFTLKCLQCGEFIK
GEKEATLHAKKTGHSKFGERK                                                           
>Ngru_XP_002673700                                                              
MFLIYCSTIKKELREDLFLGELFGNELNFLWGKKESSASNSTDNSSSSNNNNLPNSNNNQEGTTQIQNSERQPMNKQQPK
GKMKIVKVKPDGNCLFRAISMGLYGTESKHMDVRYMAVDWMRKNLDTKIEGCGETLEKNVNVWYLG              
>Ngru_XP_002673296                                                              
MFPQQAPRIVVEIKLGNTVAQLFPDGSLSNGSTSITDFSAVALNKQNKQVWGFENDKVKILCNQNHVCSYGQVNHLITGK
GLNRLRSLYNLVITKYLQQQPNITVPRTNAGDTTPATHDAFQKKLAELVEKFKTKYSKLRGVEFIQPVVFGSSVHGREFN
EDTVKDVEIVTIYDAPSLHALQYGVAGLGETSYYDAQLASQYECLNIYGAECCFIEAIKTPCEHTFEGISYSNERSEWIE
LLVLQLRLFPNLRQIRVLCCKKNQNILLGNDIFNLIAAKTEVIVFMHSSPTNVMYNRSEMFNEREAKKKEGLPQPYSKDF
NSFVTRASQYTAINIDLKKERSNIQNKEPSGKKTDNTTKPQPFKFERFFSSNKWKALEPTEETSNLHRDWNEVFDSREYS
TIKEYCDYLTSRPGQCQFDSVLLLINEPDRNLREEVAQHIELNCDYYQEYIDEPFEQYIRKVRGNDWGDNITLRAISEVL
SVRIIVVDEDEGTDDVVLGHFFEEEIVLGFVNQSHYIPLIKREHMPTYHHYGTAIEQQRMISAELTDVHETSTDGGHYDW
QTSQLPSNQSTQNVPDEGQEGNSKEESYIERNPHKSHTQKKSSNRNTRKNQFNPALCVFITNLSYSSTWREIKELFDGAT
YVKLFKNQDSEQHKGCGYIQFKSKEQKDAALKLKQPISHNGRNIKIREYEKRNNK                         
>Ngru_XP_002672162                                                              
MIKSISRKQFTNFSSNNRKINYLRNFSASRFSFADNNISSSSSLRGKLLTDHFKIIPSVSDGNCLYDSLSKGINNGKNHQ
KLREEIVGWMRNNLETKIDGLELKHALFVEEGQSFDEYLNSLSKSGTFGDFTSVVAASRVYPNVAFRILIVSGKIIQSEV
IEVNPEHVKNVNKEVWLSYDEKKQHYDLIQSLE                                               
>Ngru_XP_002672040                                                              
MAIFNNSLYLLSEQRLRRISLDVMNTDTKPELWSTLFFETVVGADGEDATQGPLFGAYSLVLNPNDNTFLIGNKRLNRIS
KISLSDRTVEMVVGGGGEGGIDGDALSIYILYPTGAAYANNSLFFSETGFNKIRKFDLSSKQVTNIAGNGLNSLDLGATI
NSLATSTAISAVSRLVVDEAGSYLYMVVNGAGYSAIFSMKLDSNPLLQLINVFAGTPESGKGPGYGSDKQEAYFSTINGI
YLAINPITDDYEMYISDSSCIRVINMTTGIISPFAGVFGNPGFSGDGGDAKVAQFNNPSTMLYYYDPNTSEYSMIVNDSG
NRRLRKITMNSNGVNNVITIAGIDENFKDNVNGNEAVFNNATDLFLRRNGEDTSLIFLDSLNYRIRKIDLHTNLVQTMAG
SGDIGYDNGAASTASFTHPTALIGDTVLGPNVFLIYDSFKHRILDTSSRTVSDFALPIFESQYQGVRSFAFAPNNRDTFY
FTTFYNQVRKFNMTQMATIDLVAGQGGAGDYSGDGGDPTIAKLNLPYDLSFNSNGDLFVCDYQNSVIRKINANFVNITRY
AGVVGGQWTSGDGGSALDANIVKPVSIAVSKKSGDLFIAQRRTIRRVDSSTLQIETIAGSLNRDGIIENGEDIDARSARL
IGIEQIILDELTGQIYLSDASTNLIRRLTPVCDSSNYALKQDGSLCLIKCYEKIGSEVCSKRGNCVNFDTCACQEGFFGS
ECQYTNCTVSPCLNGGSCIPETGNCSCPTSYSGAKCEIAPTCFGIEATNPTVCGGKGSCTGFDFCSCSVGSFGDKNSSKL
SGKQAYEQSKKKSHHGGRSADEEDPFSKKASTMKQSEYDDPEIYNNKKDRKKKKRGGGIKLEDEDFQKMNQQLEPYGLYL
KKVTGDGNCQFRSVSDQLYGDQTQYQKIRQGAVEYMITNPDMFSPFVCDEPFEDYCKTMKKDTEWGDNLTLQSISLAFNV
NIRVHQLGQPSFDIVNYNQPESRLIQLSYHMGEHYNSVHFMSDSVRELYQRASEGKSSSGEISKKEQIIIQSTGCTDLEL
IRNTLADFGQDMDSTIDFLCQMQYLESSSASSTSSNSKKNSKSQSSNSSVGSSKSHELQNTAFSSPAASGDGNLDLCFDM
VMSTIGYESGFDLEMVKDMIIQNNFNTEMVIGILLELGSESNPPPSSNSNTIGSSSSSTSTVEDSTSSSKTKEKKLTKRE
RKDKKQREKLSKVEAIKHRTVQNNTDFDEEAIKKMEQPVPSSSMELIEQQQKQHHSHQGGGKSSGDQTIVEMQEDKNKAE
KKKDKKDKKDKKKKKKVKHCCKLPTKWYHIITLVGWVVMIGFCIWYIYNSTINYYETLANPTTSLSYVAKLPMAFPNGSD
VSYNETGRLIEEKRINQLGSDFNCYVINNSTTDPFSTHKTGYMGSIQLYFTITRPDEDVTGARIGLQISFHEPGTDPDLL



AETNYAMPDMDNVFMLTKVYTKRLKPSIENPKLEETRWDSKYTNIEIVGNDDDGVYITIAYSSLVQNNIVEIITGTIEGL
LGDIAGILGLTMGIDLLKVLRGFLDIPYSIKDRTLKNIYDTFN                                     
>Ngru_XP_002671374                                                              
MSSVKELEALHEQELQNLAEEKAKEFEKIANSGAATKKKFENKWKEKLKEVEQRHETELWEAKMSSTVDDEEDEKESTPK
QTISKDGEEKKKAEQRKLKNAKKKQKKVQKQTDARQQAHQEFMDSGGVTQRDVEIERIKQYLEPNQSIFEIDSDGHCLYR
SLADQLNTNLNNSFTKQLLERANSELSEKNKRELKSLTTSNGLFTYLHLRSLIANQLRRKSDEYFPFVMDVCETMDEYAN
IVESSSEWGGQVEIQAFLDLCGKQFILKIVQDSGIVLMGDNSMTPHPSSSILFVSYHKRYYALGEHYNSIKTI       
>Tvag_XP_001580403                                                              
MDISAQHKQESEELEKKIQEMLAGAKSKNERKRINKEAEQMRKELFEKYQSLEVDSSIASIAEMSKANAPAEQVEEPAEP
QKKKRTNAKAQREKKLKAKYQLEAAALKAASEITPGQIETEKLTKQIEPLGLVIRQVTGDGHCLFRAVVAAMTALGRSGY
NADSYLDLRKSAANEIMSHPDQYLPFSNYGTVEELEKHCKLIETTAEWGDNLEVSALANALHVSIIVHSVGVPPQKYGEF
AASINLTFHSTFTSHGGHYNAAIPKIE                                                     
>Tvag_XP_001302339                                                              
MPSRQKITYGFPQKEIPTDAASLNKTLEQIGIRSREMLNLTVKELHPTKQIHTTSIYACEKVEIPADNSCLFASISYLCT
GSTSHATEDRFHCVSVIKNNPTKYTEATLVSPNKEYCAWLSDMRHWGGYIEMEILSEKYNVEICVLQVENNLIVPINGAQ
SKKRIYLLYDNIHYDALVFKAHTPPEVRKIVDASDEEATIQAKELMNIARAAGGYTNVKTMTYKCTICNKILNGSKEAHD
HSAKTNHMDYVQIQNL                                                                
>Glam_XP_001708900                                                              
MSYFDWNDRLPNSLRAGFQPPSEEAEEDMKRRHHAELVEYERFATSIRSEYTKPIDKSRAVQQLSRLKQQMRDRHVSEEA
VLSGSERASKKAQILLNAGPSHPVASGKTDNVAEDPVRAGFLPPQDARGLIGGALAHANRMAEQASHKVLRSTVNRTAMD
NEIIERYVKKTEARSGPGARFGFIQRINQKAAALGKRVITVEADNHCLYNSLIAGLHGPSENSGEAVRHLRNLVGDYIAA
HADIYADMINVMVQMSLAAYVEGVKTEAMGDELECSVAAKVLRVRIHLLTPDDDVRIFDPEGSSEADIWIAYYPSYTILG
DPHYNVLR                                                                        
>Tcru_XP_816362                                                                 
MQAIAAMVREKIRRQTPAGIRSNNTARHRHERHEAPPPATSHLSTSSSRPSPQRVEAAGGKRTGHELPNNTHKSSTGVND
NGDGFGNTTVAPCWLCARPANYHLAEEFILCFSCFRLVIRAYIFPLIDTRERRKSDAAFIAKLWQLSVTQSPSPAVVAPP
PQETEASSDGKLRGITCDDTVSVVDPSQANFVMSSSVLRSRTKRGGEGGRSLHSETARFLNHSFWTCPQCTFVNSDSERF
CGACQFQNVGTVICSFCQSACRFGEKRVSKCEVTKLLHIVWKCNACSAFNTVDGDRCQVCNRPLIWACSRCTVEQESFRT
TEGLRVCRTCGAYNMPLEVMQSRLAMSLQLSEREMQSGVEFGVNDSGTIAEQMRQAGIEEAKERLADRMRQLGVLQVNEQ
VSDGNCLFRGLANQLFGQPGNHMLLRRLVVDYMRQRAESYSVLFDGEAEWDEYLRNMQQSGVWGDELCLNAAARCFHVNI
HVITSEASRWHLVFQHDELGASQSIVRLEKEEVEKEKRDEAAAISLPPTQNSICLFLVYMAPVHYDDVMPFRAPQVDDVR
QYVVKSLSATMEKESSRRATRGGEMTRQQRPHQPQQQQQQALRRQRPREVPPRSVGGGVRPVRETQASLPSMRTSPLVPF
SPGWNRSAGRGNPAC                                                                 
>Tcru_XP_815932                                                                 
MKFRLRLPNSSQPVTFDVEETTPWIAFLHGVESRSGIVKERLRILSGYPPRVVDAADADLVGSLFRQGDTLIVQEGEATV
VRGLTRGRYVPPAHDKWHFIRRICPSDNSCLFHAAAYVLREKSRTDGPKLREECAAVVLANPDYFNELLLERPNSEYVQW
IRQPTSWGGAIELIILSFLAQTEIIALDLESARMERFGQDMEYTVRAFVVYTGRHYDAIAMNPMYNSPRENEDQVLFNVR
DEGVIARAERFVLEEAERMKH                                                           
>Tcru_XP_813159                                                                 
MKFRLRLPNSSQPVTFDVEETTPWIAFLHGVESRSGIVKERLRILSGYPPRVVDAADADLVGSLFRQGDTLIVQEGEATV
VRGLTRGRYVPPAHDKWHFIRRICPSDNSCLFHAAAYVLREKSRTDGPKLREECAAVVLANPDYFNELLLERPNSEYVQW
IRQPTSWGGAIELIILSFLAQTEIIALDLESARMERFGQDMEYTVRAFVVYTGRHYDAIAMNPMYNSPRENEDQVLFNVR
DEGVIARAERFVLEEAERMKQ                                                           
>Tcru_XP_809663                                                                 
MGGCSSSQTCLTKGSIPSQLTLISENADGGAADAECGEPIANYVAVSPNGLEREKEEEEEAGRKCLPHLRHPKLTIRTGA
NDMEWGEDGWAAGPISDGCKYALTPVVPVTPFTTRDVRKRIVSEFQKHYGGCGDTGEEVTPCTIDEAKKPPNKLSDNAAE
NTPMDTKQLEAPTPSAISAALPNMDRSGVDMTPVASIGEESKGVTEKWEGSSAVSFHPVTFQAINQTPQPASPQSRELSL
TKSQEGAAQQESFFTIETSKKRRSFIGFRKDSKKNVVNRSSGSVGVDKEEKEANRCLSGSNSNVKPQTDEAPLLTREHFI
RIGTQRLEKRLFELKLVEHRVKGDGNCQFRALAQQLLGSEDLHEIIRVHVLTYMKGVRERFDCYFANKEEADGYYGRMLK
SGTWGDELTLRAASDSLHINIHVLSSEQQNFYITYRPGADSPLPPAFLVDVATLRQQRHLQGNANMSHLTQTATVVKEGK
GGGGGMGALVVETEAEEGGGGGRRRGGCACSRKSGGVQLTALKSRKPVASTQNTKNHENGEEEEEVIVDACALQRSLQRK
LTQSTIRAAATPKRDSFASGEYPESTNRNVFFAAVEAPAVAMTGDAANKGGAGGYLDLSFTVQSGEESSVGGSFQSTHLR
TVSQEIARLCSVGTESVENKGKHHITLLLAHPTPVENSPSTQQQVESTPSLNMPITTTVSNALPKMDSSFLLVSPLHGEI
GGITPSVACDSTLPAAQTSAFSSDMDLNTAVCVGNRFTVLRDDESVFVFEGHSEPIDVFLSYLSPVHYNALIVAEERTTP
SAVSLMSQQDKLGPCAEFLSLPDVGTFLPFLKRVVSDKMVLGGTSAL                                 
>Tcru_XP_807940                                                                 
MGGCSSSQTCLTKGPIPSQLTLISENADGGAADAECGEPIANYVAASPNGLEREKEEEEEAGRKCLPHLRHPQLTIRTGA
NDMEWGEDGWAAGPISDGCKYALTPVVPVTPFTTRDVRKRIVSEFQKHYGGCGDTGEAVTPCTIDEAKKPSNKLSDDAAE
NTPMDTKQLEAPTPSAISAALPNMDRSGVEMTPVASIGEESKGVTEKWEGSSAVSFHPMTFQAINQTPQPASPQSREPSL
TKPQEGDAQQESFFTIETSKKRRSFIGFRKNLKKNVVNRGSGSVGVDKEEKEANRSLSRSNSNAKPQTDEAPLLSREHFI
RIGTQRLEKRLFELKLVEHRVKGDGNCQFRALAQQLLGSEDLHEIIRVHVLTYMKGVRERFDCYFANKEEADGYYGRMLK
SGTWGDELTLRAASDSLHINIHVLSSEQQNFYITYHPGADSPLPPAFLVDVATLRQQRHLQGNANMSHLTQTATVVKEGK



GGGSGMGALVVETEAEEGGGGRGRGGCACSGKSGGVQPTAFKSRKTAASTQNTKNHENGEEEEEVIVDACGLQRSLQRKL
TQSTIRAAATPKRGSFASGGYPESTNRNVFFAAVGTPAVAMTGDAANKSGAGGYLDLSFTVQSGEESFVGGSSQSTHLRT
VSQEIARLCSVGTESVENKGKQHITLLLAHPTPVETLPSTQQQVESTPSLHMPITTTVSNALPKMDSSFLLVSPLHGDIG
GITPSVACDSTLPAAQTSAFSSDMDVNTAVCVANRFPVLRDDESVFVFEGHSEPIDVFLSYLSPVHYNALIVAEERTTPS
AVSLMPQQDKLGPCAESLSLPDVGTFLPFLKRVVSDKMVLGGTSAL                                  
>Tcru_XP_803202                                                                 
MQAIAAMVREKIRRQTPAGIRSNNTARHRHERHEAPPPATSHLSTSSLRPSPQRMEAAGGKRTGHELPNNTHKNSTGVND
NSDGFGNTTVGPCWLCARPANYHLAEEFILCFSCFRLAIRAYIFPLIDTRERRKSDAAFIAKLWRLSVTQSPSPAVVAPP
PQETEASSDGKLRGITCDDTVSVVDPSQANFVMSSSVLRSRTKRGGEGGRSLHSETARFLNHSFWTCPQCTFVNSDSERF
CGACQFQNVGTIICSFCQSACRFGEKRVSKCEVTKLLHIVWKCNACSAFNTVDGDRCQVCNQPLIWACSRCTVEQESFRT
TEGLRVCRTCGAYNMPLEVMQSRLAMALQLSEREMQSGIEFGVNDAGTIAEQMRQAGIEEAKERLADRMRQLGILQVNEQ
VSDGNCLFRGLANQLFGQPGNHMLLRRLVVDYMRQRAESYSVLFDGEAEWDEYLRNMQQSGVWGDELCLNAAARCFHVNI
HVITSEASRWHLVFQHDELGASQSIVCLEKEEVEKEKRDEAAAISLPPTQNSICLFLVYMAPVHYDDVMPFRAPQVDDVR
QYVVKSLSATMEKESSRRATRGGEMTRQQQPHQPQQQQQALRRQRPREVPPRSVGGGVRPVRETQASLPSTRSPPLVPFS
PGWNRSAGTGNPAC                                                                  
>Lmaj_XP_003722532                                                              
MEYVDNLLNKKIERERLGAGGADVSSSSAASAAGTSSKHDDGHGTTGDRQLKSAALRLCWLCNRASPLRFRLQGGIHLCF
TCFRASYLSLLLPIINTPARRASDARFLKLIGSIENERGGSVSSPTAELLTSMYGEVIEPQQASFVMSSAMMRLRREEEE
QRLLSATRRSHSGGAASLTKSVKSFWNCPLCTFLNAAAARECEACGFVNPGEVTCPVCKARCSLGIIGAPSAEENPASRC
KTGEPHCIWNCRECGGLNTLDGDRCTSCRQPRYWACSQCTALHHMARGEDGLRYCPTCGAYNTPNDILVGQAKIDKETRN
AGMVTAQQSAVQRRKGGSKDRDHNCGDSRAAAGGAAMAKPDDQILFGVNDAHTLEELERQKQIENNEKRLLSRLNRLHIS
RNLQKTDGNCLFRALANQLFGQPRLHYLVRSLATAYMSEHSEDYAILFDGTAEWKKYLTAMKEQGTWGDELCLNAAARCF
RVNIHVITSDQERWHIVFQHDQLGRTRTARSDEAARTNDVAQTLTSYEGVSLFLAYLSPVHYDDITPLPVAHLQLGELLS
GELNKRMKRNQTTHSPSDSGSSTSALVSAGPSTGGRWADASNFSHLPSRPLPVDPAKSHTRSSDDLVKSCLESPTVSNAA
VPPVPRSRPHSCKSVTYKSSEPPSRPPPTSPTSLPSEYTC                                        
>Lmaj_XP_001687190                                                              
MGWTAHTHTHTLYLKIFVLYWSVSRARATTTSSRLSRTSSHCDVCSRAHTECCVPVCALFTLLFRFCIHRKASVPQPLSA
STCGSCVPTVEPPFLVFAHRPTSHTHRQTERHLPCIMSISVRIRTPKSSTPEQVELNSSGTWGEAAVLLSRKSEVALERL
RVLAGFPPKAVDLAADSPLSALKLRANDMLIVQEGEAKVQLGNTGERYVPPAPERAHLTRRRCPADNSCLFHACAYVLRD
KSRTEGPQLRQECVQAVLDHPEMFNVNTLGMDPLAYASWLSQKDTWGGAIELEILSFLYKTEMFALDLQSVTVQRFGTGL
GYTVRAFLVYTGNHYDCIAMNPVYNSASEREDQTLFSSRDENVLVRAKRFVAEEGQKMKEGKAT                
                                                                                
                                                                                
*******Peptidase_C12***********                                                 
>Hsap_ENSP00000356420                                                           
ARGGSGRCVARAMTGNAGEWCLMESDPGVFTELIKGFGCRGAQVEEIWSLEPENFEKLKPVHGLIFLFKWQPGEEPAGSV
VQDSRLDTIFFAKQVINNACATQAIVSVLLNCTHQDVHLGETLSEFKEFSQSFDAAMKGLALSNSDVIRQVHNSFARQQM
FEFDTKTSAKEEDAFHFVSYVPVNGRLYELDGLREGPIDLGACNQDDWISAVRPVIEKRIQKDGFSPCCPGWSQTPELKP
SACLDLPKWYSEGEIRFNLMAIVSDRKMIYEQKIAELQRQLAEEEPMDTDQGNSMLSAIQSEVAKNQMLIEEEVQKLKRY
KIENIRRKHNYLPFIMELLKTLAEHQQLIPLVEKAKEKQNAKKAQETK                                
>Hsap_ENSP00000366813                                                           
MVPRPVCAVLLLFPITEKYEVFRTEEEEKIKSQGQDVTSSVYFMKQTISNACGTIGLIHAIANNKDKMHFESGSTLKKFL
EESVSMSPEERARYLENYDAIRVTHETSAHEGQTESSSPSSSQPHSSHCRTKASSLCHHASLPWVKRNHVGPAKATSPSL
RLRRWRPFLRLPSLGLHSVAPSIDEKVDLHFIALVHVDGHLYELDGRKPFPINHGETSDETLLEDAIEVCKKFMERDPDE
LRFNAIALSAA                                                                     
>Hsap_ENSP00000417132                                                           
MNKGWLELESDPGLFTLLVEDFGVKGVQVEEIYDLQSKCQGPVYGFIFLFKWIEERRSRRKVSTLVDDTSVIDDDIVNNM
FFAHQLIPNSCATHALLSVLLNCSSVDLGPTLSRMKDFTKGFSPESKGYAIGNAPELAKAHNSHARPEPRHLPEKQNGLS
AVRTMEAFHFVSYVPITGRLFELDGLKVYPIDHGPWGEDEEWTDKARRVIMERIGLATAGEPYHDIRFNLMAVVPDRRIK
YEARLHVLKVNRQTVLEALQQLIRVTQPELIQTHKSQESQLPEESKSASNKSPLVLEANRAPAASEGNHTDGAEEAAGSC
AQAPSHSPPNKPKLVVKPPGSSLNGVHPNPTPIVQRLPAFLDNHNYAKSPMQEEEDLAAGVGRSRVPVRPPQQYSDDEDD
YEDDEEDDVQNTNSALRYKGKGTGKPGALSGSADGQLSVLQPNTINVLAEKLKESQKDLSIPLSIKTSSGAGSPAVAVPT
HSQPSPTPSNESTDTASEIGSAFNSPLRSPIRSANPTRPSSPVTSHISKVLFGEDDSLLRVDCIRYNRAVRDLGPVISTG
LLHLAEDGVLSPLALTEGGKGSSPSIRPIQGSQGSSSPVEKEVVEATDSREKTGMVRPGEPLSGEKYSPKELLALLKCVE
AEIANYEACLKEEVEKRKKFKIDDQRRTHNYDEFICTFISMLAQEGMLANLVEQNISVRRRQGVSIGRLHKQRKPDRRKR
SRPYKAKRQ                                                                       
>Hsap_ENSP00000423623                                                           
MQLKPMEINPEMLNKVLSRLGVAGQWRFVDVLGLEEESLGSVPAPACALLLLFPLTAQHENFRKKQIEELKGQEVSPKVY
FMKQTIGNSCGTIGLIHAVANNQDKLGFEDGSVLKQFLSETEKMSPEDRAKCFEKNEAIQAAHDAVAQEGQCRVDDKVNF
HFILFNNVDGHLYELDGRMPFPVNHGASSEDTLLKVIFGMHLFLMTLPRSAENSPSVSKEKSASLPWLSARQPNALWEGL
C                                                                               
>Cint_ENSCINP00000001241                                                        



FRSVDIMAGPPVRWMPLESNPEVMNKYISLLGVPTSWQFTDVFGLDPELLCMIPQPCCALILLFPITQDYYEAFKDEPKQ
EVSEKLFFMKQTIRNACGTIGVIHAVANAREKIGIDETSVIGKFLADCGKLDSSDKGKRLETDVSIQNLHKQCASEGQTA
ALAAESKVDLHFVALVQVDGCLYEFDGCKPTPVNHGSSSEETFVMDAARVCREFMAKNKYELRFTIVALSKLV       
>Cint_ENSCINP00000001676                                                        
MSSAGEWCLIESDPGVFSALIKDFGVLGIQVEEICSLDSDSFKDLKPVHGLIFLFKYDQDMKTEGTILDQTTQSDIFFAK
QVISNACATQAIINILLNTKHKDVVLGSTLEDFRNFTQCFDASMRGLALSNSKVIQQVHNSFSRQQVFEYDEKATKSEDS
YHFVGYVQVNGRVLELDGLKSGPVDHGPVEGDDWIETVRPIIQRRIQRYTSDEIHFNLMAVVGDKKMMLEKKIEKLTTLI
DGYNDAMEEEEQRVPLAILMESLEQCKCLLNDETQKRQRNQVENIRRKHNYLPFIIEMIRILAAEEKLLPLIEHAKEKVK
PQKLAQNL                                                                        
>Skow_XP_002734861                                                              
MASKPRWLPLESNPDVMNKFVHQLGMSKSWQFCDVYGLDPDLLGMVPSPVAAVLLLFPINEKYETFKKEEEEKIDKDGQT
VSSNLYYMKQTIGNACGTIGLLHAIANNKHRIELDGSLKKFIDDTEKMSPAERAEYLEKDESISAAHESSAQEGQTEDAA
GACKAFMARDPAELHFTVVALAKAQ                                                       
>Dmel_FBpp0073471                                                               
MDTENPGAATVEELTTKEATAANNWCLIESDPGVFTEMISGFGCTGAEVEEIWSIKADAFRHLEPIHGLIFLFKWLDDKP
AGRVVTDRSDIFFARQVIPNACATQALLCLLLNLQHEDIDLGQTLTDLRNLCQDLDPECRGHRLANEEKIRKVHNSFARP
ELFVVEESTDFIEDDCYHFVGFMPIKGKLFELDGMHEGPIELADIDQQQNWLDVVRPIIEARMERYSVGEIHFNLMALVS
DRQRCYERKIQMLVNLPSQLSHADRQAEIANLRSHVRHEKEKKRRYRKENIRRRHNYLPFIVELLKQLGETGQLMAICDK
AKDRSYLCKPSKDTRDQQPQ                                                            
>Dmel_FBpp0076200                                                               
MGDGAGNWCLIESDPGVFTELIREFGCDGAQVEEIWSLDSESFKNLEPIHGLIFLFKWVQEDEPAGKVVLDRENIFFAKQ
VINNACATQAILSLLMNLDHEDIKLGETLTNFKEFCQCFDPYNKGLTLSNASQIRTVHNSFARPTLFELDTKNQKKDDDV
YHFVGYMPIGGRLYELDGLREGPIDLGEIKSEQNWIDVVRPIIEKRMQRYSDGEIHFNLMALISDRQRIYEQQIEKLLNP
APNAMDTEEDRQAEISSLRTYIEYEIQKKKRYKVENVRRKHNYLPFIVELLKILGENGQLMPIYEKAKQRALEREQAQRK
KDTD                                                                            
>Dmel_FBpp0077516                                                               
MLTWTPLESNPEVLTKYIHKLGVSPAWSVTDVIGLEDDTLEWIPRPVKAFILLFPCSETYEKHRAEEHDRIKEVEEQHPE
DLFYMRQFTHNACGTVALIHSVANNKEVDIDRGVLKDFLEKTASLSPEERGRALEKDEKFTADHEALAQEGQTNAANHEK
VIHHFIALVNKEGTLYELDGRKSFPIKHGPTSEETFVKDAAKVCKEFMARDPNEVRFTVLALTAAQQ             
>Dmel_FBpp0086383                                                               
MNAAGGGSGAQAAAVAAGNNSLSHNALLSTASGATTMPMAQLADGWLELESDPGLFTLLLKDFGCHDVQVEEVYDLQKPI
ESPYGFIFLFRWIEERRARRKIVETTAEIFVKDEEAISSIFFAQQVVPNSCATHALLSVLLNCNENNLQLGDTLSRLKTH
TKGMSPENKGLAIGNTPELACAHNSHAMPQARRRLERTGAGVSSCRFTGEAFHFVSFVPINGQLFELDGLKPYPMNHGGW
EDSEDWTDKFRRVMAERLGIATGEQDIRFNLMAVVPDRRIAITHKLKMLRTNQAIVSGTLQKLLKADEQGESGNGDSQRP
DTPTTLLEPSAFTARDLQSLLKNLDTEIAINEQHLADENDRRHMFKVDASRRTHNYDKFICTFLSMLAHQGVLGELVSQH
LLPSKKVSGQGAANRISKQSTTASAGGSTAAGTASTPKTQQQQAAAAKNGKSPSKTPGRRRKGRNKCRKRK         
>Cele_C08B11_7                                                                  
MTDAGSWCLIESDPGVFTEMLRGFGVDGLQVEELYSLDDDKAMTRPTYGLIFLFKWRQGDETTGIPSDKQNIFFAHQTIQ
NACATQALINLLMNVEDTDVKLGNILNQYKEFAIDLDPNTRGHCLSNSEEIRTVHNSFSRQTLFELDIKGGESEDNYHFV
TYVPIGNKVYELDGLRELPLEVAEFQKEQDWIEAIKPVIQQRMQKYSEGEITFNLMALVPNRKQKLQEMMENLIQANENN
ELEEQIADLNKAIADEDYKMEMYRKENNRRRHNYTPFVIELMKILAKEGKLVGLVDNAYQAAKEKSKLNTDITKLELKRK
Q                                                                               
>Cele_F46E10_8                                                                  
MAAPWTPLESNPSVINPMIEKMGVSGVKTVDVLFFDDESIGKPQHAVILCFPEYKKVDEIMKPIYEQAKAADDSVFFMKQ
KISNACGTFALFHSLANLEDRINLGDGSFAKWLAEAKKVGIEERSDFLANNAELAGIHAAAATDGQTAPSGDVEHHFICF
VGKNGILYEIDSRRPFAREIGPTSDATLVKDAGAACQHLIEKLDNVSFSAIAVVNQ                        
>Cele_Y40G12A_1_1                                                               
MTTKGKGGWQALESNPETINPFLKKIGITGLECVDVYSFDDEMLQFVPTPQLALILCFPSAEAREFLSKQYEEVEKNGEK
PEGVFFMNQSEEIGNACGTFALFHSLANLENRVNLGKGKFAKWYEKAKLVNEDERSDLLSGDTDLAEAHEETAEEGETEQ
SDHVDYHFITYVNKNGQLYEIDSCAPFPRPLGATTDSTMIKDASTAIKELMNNVKNLSFSAMALVGK             
>Cele_Y40G12A_2                                                                 
MASATGGWQALESNPETINPFLSKIGVSGVECVDVFSFDDEMLQFIPTPQLALILCFPSSGVREFRAKQYEEVEKNGKKP
DGIFFMNQKKEIGHACGTFSLFHSLANLENRVNLGNGKFSKWFEKAKLVGEGERSDLLLADTDLAEAHKETAEEGETEHP
EHVAYHFITYVNKNGQLFEIDSCSPFPRPLGATTDSTMIRDAFSTSIKDLMDNVQKLSFSAMALNLFSFKQRYICLVIES
ISVIYFSRF                                                                       
>Ctel_3656                                                                      
MSASAGDWCLIESDPGVFTEVIKGFGVKGVQVEELWSLDSENFANLRPVHGLIFLFKWMANDEPQGSIVQDSRLDKIFFA
KQVINNACATQAILSILVNCKHPDVQLGDNLSSFKEFTQGFDPATKGLALSNSDVIRTVHNSFARQQMFEFDDKAAPKDD
DVYHFVGYIPIDGRLYELDGLKDGPIDLGVQYSMFPVCNLEISLAGAIPESTDWIDVVRPILEKRMQKYSADEIHFNLMA
VVSDRKMTLQRKIDEVTKVMQEGGMETDEQTAEIARLQMLIKDEDHKIHKYKVENVRRRHNYLPFIMELLKILAQEGKLS
DLVDKAKERTTERRKKKEKLKEAK*                                                       
>Ctel_176521                                                                    



MGDGGWLELESDPGLFTLLLEDIGVQGVQVEEIYDLQKPIEGQVYGFIFLFKWIEERRSRRKIAHEEDCATHALLSVLLN
CDDQVTTLGETLTKLKDFTDSMNPQDKGYAIGNMHDLAKAHNNHARPEPKSQPEKPVGIPIRTKEAFHFVSYVPINGRLF
ELDGLKPFPIDHGPWGEQEVWTEKFRRVISERLGMATGGEPYHDIRFNLMAVVPDRCLQFEQKLKTLKTNRQIVLEALQQ
MVKVADPESPNAKLKTEQTQAKSIPKETPPPAQPLRSARLKQKAAAAAAKAAAASKPVETPLESHNYARSPMVIEIQDED
PVLSDDSKTESSVHLDLLSTQSLKTEREVKIHISVTDEQAGGSVTKPTTVATTDVTKPLIIQTKFTAHSPGHGSSSTDTA
SEVGSLLNSPASASTSPLCSPRSRQARLGLPYLCSSEIDSKLAAERCREPRVRVEQEEFSPVKEGVTVGPYSPSDRRVHQ
LRNKFGTKHGFTPKV                                                                 
>Ctel_181658                                                                    
MTSRWLPLESNPEVMNKYVRALGMPSTFEFVDVWGLDFELLLMVPRPVTAVMLLYPLTDKCESQPLGSEAPGDGVYFMKQ
TIGNACGTIALIHALCNNKEKLGFDPSKHLSKFLGDTEAMSPEERGKHLEEDSAFGVAHEESAQEGQTKAPSRDDKVDLH
FIAFVEKDGGLYELDGRKNAPIRHGDTTADNLLEDAAKVVKKFMARDPDNVNFTVVALAKAG*                 
>Lgig_175432                                                                    
MNINKGWLELESDPGLFTLLLEDFGVNGVQVEEIYDLQKSIEGPVYGFIFLFRWIEERRSRRKTSTEVDSFVKEEEIVNS
IFFAQQIIPNSCATHALLSVLLNSNKVSLGENLNALKEFSHKMNPEDKGLAIGNIPALARAHNSHARPEPKHLPEKQAGL
STVKTGEAFHFVSYVPINGRLFELDGLKPYPIDHGPWEKDEAWTEKFRRVITDRLGMATGGEPNNDIRFNLMAVVPEKRL
VYENKLKTLKTNRRIVFETLEQMVKVSQTQKDESNYKDVSSTESSPVKIKTEPSTSTSVTTVEGEVPPGESSPTDSEITS
EAVKTYDPTSQSPVKEKVKIQISVSDEKDGNITNTIPRTVSLTDVTKPLTIETKFSCLSGPGSESTDTASEAGSGFSSPG
SFHIPSCQCSPQADVISTGGETVTTDLSQTEEKMDTTESKSPVKLKHKSSHSGFTPKDLVSLLKNVEREISVCENNLKEE
NEKRRKYKIDDCRRTHNYDEFITLFLSMLAEQGLLHSLVEDHVNNKKRTNVGRLQSKSLSTDKRKKTKTRRKRS*     
>Lgig_204019                                                                    
MSEQRWIPLESNPDVLNKYVRALGVPENWQFVDIYGLDDELLAMVPQPVSAVILLFPDTDQVSANPIGSVDSNPPAPLYY
TKQSIRNACGTVGIVHAIANSADKINFDKNKHFIKFLEKTKPMSPEERAKALEEDQEMGSAHQDSAQEGQTRTPGKDDEV
NAHFVAFVHKDGSLYELDGRKEGPVKHGETTQDGLLKDTVKVVREFMKRDPDQITFNLMALVEMKD*             
>Lgig_236234                                                                    
MAQSAGDWCLIESDPGVFTELIRGFGCKGVQVEELWSLDPENFANLKPVHGLIFLFKWVPDKEPDGSLVADSRLDKIFFA
KQVINNACATQAIISILLNCSHQDVELGETLKSFKEFSQSFDPALRGLSLSNSDVIKQVHNSFARQQMFEFDEKQAKKDD
DVFHFVGYLPIDNRLYELDGLKDGPVDLGAIPSETDWLDVVRPVIEKRMQKYSNDEIHFNLMAVVSDKKMSYEKKMAELS
KQAESSGMMTDNVQSEITKLKMLIAEEEDKMNRYKKENIRRRHNYLPFIMELLKILAKEQELLPLIQKARDIANQKKKER
EKTQDKN*                                                                        
>Nvec_XP_001632516                                                              
MAPPWLPLESNPDVSFVKNLGLKPKFKFVDVFGLDDELLCMLPQPVFAFLLLFPVDEKYEAFTKSQSEQIKKSGQEVSPD
LYYMKQTVSNACGTVAIVHSIANNTSQLDLEDGELKKFIDATRSLSPQERGEKLETDEGITEAHEASAQEGQTEAPSADE
PVNLHFVSIVHKDGAVYELDGRKEFPINHGKSTPETFMKDAARVCREFMTRDPTELHFTVVALAESPE            
>Nvec_XP_001626751                                                              
MAASAEWCLIESDPGVFTELIRGFGCTGVQVEEIYSLDDASLENLRPVHGIIFLFKWKPGEEPAGSVVQDSRSLGIFFAK
QVITNACATQAILSVLLNTAHPDIDLGPNLSSFKDFSATFDGALKGLSLSNSDVIRAVHNSFSR                
>Nvec_XP_001624876                                                              
MNQWRELESDPGIFTLLIEEFGVKGAQVEEIYDLSKPMKGHVYGFIFLFKWIEERRSRRKIQHIDESFVENEEIVNDIFF
AQQVIPNSCATHALLSVLLNCPHIDLGENVSKLKDFSKNFNPENKGYVIGNLPELAMSHNKFARPEPKLLPEKTNSISSA
RALEAFHFVSYVPIKGRLFELDGLKPYPIDHGPWGEQEDWTEKFRRVITERLGIATGGEPYHDIRYNLMAVVADRVTEFE
EELEKLTNESILIVGADHISPQCIYIVSLLIHVGTFVLPQELALELHDVELRMTTCETALREEKDKRKKYYVDHCRRTHN
YDPFICTFLTMLAQEGHMGQLVEQHTSLKRRLAQSMAQKRSHIKVKRPYKRRPKKNV                       
>Adig_9378v106282                                                               
MATGGEWCLIESDPGVFTELIRGFGCSGVQVEEIYSLDEASLEDLRPVHGLIFLFKWKPGEEPAGPIVHESRSLGMFFAK
QVITNACATQAILSVLLNCNHPDVDLGPTLSSFREFSSTFDASMFEFDAKVPQKDENVYHFVAYVPMHGKLYELDGLRDG
PIDLGPCTPENWLNICKPIIEARMQ                                                       
>Adig_12176v108865                                                              
MEAFHFVSYVPINGRLFELDGLKPFPIDHGPWGEQEEWTEKFRRVITERLGIATGSVNKDSSAVATPVSNSSTSITETQN
GAANNVTVACSVPVSRPVALTTSAVSTPNASMETESTKSSNNSEEPKQPEVNATKSGEESASATERVDNQCKEVDESKEM
QSENASQMTQGKEPLDEPEAGPPLSPTGSLNSESGESGTGETTETAPSEDQHDYNETFSFSDCETVASGHDGRAGAEDLS
SDENPDPSGNSKDAAAKSSNQESIPNYGFSIALSDLAKISSETAELITRLHQVERQIQACENSLREEKEKRRKYYVDHSR
RTHDYDPFIRTFLTMLAEQGHLAQLVEQQTSLKRRLVQTKPHLKQLKRVYKRKKTR*                       
>Adig_15278v111738                                                              
MASGGLECTGFAVELKLDCPHVNLLSEVASLHIDVRKPCESCGNIGENWVCLICSVVMCSRYVKNHMVDHNAQSGHMLVL
SFSDLSVWCYVCDAYIFSPQLIPIVQAAELSKHVTLCPTAGLFCKNSNMAASSGWLELESDPGLFTLLIEEFGVKGAQVE
EIYDLSKPFRGPVYGFIFLFKWIEERRSRRKIQPLEEMFVENEDIIRDIFFAQQLIISSSFVQRPEPKLLPEKTNAVSTG
RAMEAFHFVSYVPINGRLFELDGLKPFPIDHGPWGEQEEWTEKFRRVITERLGIATG                       
>Adig_17785v113922                                                              
MATGGEWCLIESDPGVFTELIRGFGCSGVQVEEIYSLDEASLEDLRPVHGLIFLFKWKPGEEPAGPIVHESRSLGMFFAK
QVITNACATQAILSVLLNCNHPDVDLGPTLSSFREFSSTFDASTTDV*                                
>Hmag_XP_002164730                                                              
MGSSHGDWCLIESDPGVFTELIRGFGCSGVQVEELWSLDSDILETLSPVHGLIFLFKWRSGEEADGAIVRDSRIDEIFFA



KQVINNACATQAIISILLNCNHPDLQLGETLSAFKEFSKQFDPALKGLSLSNSDTIKQVHNSFAREEMFQFDSSKKDEDK
EAYHFVAYIPINGRLYELDGLKDGPIDLASATTDSWLHVCKPIIEKRMQKYSSEDVHFNLMAVVTDRKLIYAREIEKLNN
QRAQLLKELSESANVELNAKVKALDAELDTYQSLMAAEDDKMAAYKIENIRRKHNYLPFIMELLKLLAKKGELVPLVEKA
RELTRTRRENDKARKKQKECSN                                                          
>Hmag_XP_002156343                                                              
MIGDRWLPLESNPDVMNRYIKALGVDTDKWKFVDVYGLDDELLEMVPHPACAILLLFPINSNYEKNRIEEEEKVRSEGQF
VSSCLYFMPQTISNACGTLGVIHAIANNMEVLQCEGLLKAFIEQSKDLSLSEKALMLQNDSGITSCHDSSALEGQTLAPS
REESVNLHFIALVQKEGYLYELDGRRPFPINHGRSNEETFLKDAAIVCKKFMEFDKESLQFNVVALAKVN          
>Hmag_XP_002168535                                                              
MPFRDWIELESDPGLFTLLVYDFGVKNVEVEEVYDLSKSMEKKVYGLIFLFKWTEERKSRRKAAVIEENFVFDDSFIEDM
FFAQQVIPNSCASHALLSVLLNIPDLNLGHTLKQLRDSTKGFDSETKGLAISNFRNIGIAHNNHGSPDFRKLERMKSVST
ATRSMEAFHFVSYIPYKGRLLELDGLKPYPIDHGPWSSEENWTDKARQVIQDRIQLATGGELSHDIRYNLLAVVPEQREI
LKEKLAVLSHNKKVLIELFKNLASKESFVSELPSPSAMLKDYPPYHVDFPKIEVESSSTHSHSSSTVQGPECGSNVYSDS
EDSSVDTYRTKSLLRGTSKPVIYIYGGSGADTVNGGVNGVETAGTHLKNNTETSLKRTIIDSSNDTCDSGIKKQKQILNE
SILDSVDNNNKLLTENTYSAGLGIEIIADDADITSLLDQNKVERLSLDHLMKYQDKIKLQDVQKSMQDLDELYKGFQLSY
KEELIKVEKYK                                                                     
>Tadh_XP_002117146                                                              
MADDDGAGNWCLIDSDPRIFTELIKGFGVTGVQVEELWSLEKEEFEKLKPIHGLVFLFKWRPGEETVGSLVQDSRQIYFA
KQVINNACATQAVLSVLLNCNHKDVQLGEMLYKFKEFSADFDPTMRGLSLSNMDIIRQVHNSFARQQMFEFENSSNKSEE
AFHFVAYVPINGRLYELDGLKDGPIDLGKCGEDWITAVKPILESRMTSYATGEIRFNLMAVVSDHKMKLEADLEKLQSNL
SDLEGKLSKLDTKKDTEAYLKLKNEYATVELKMNEANHQLRVEEEKRLRYKIEHAKRDHNYLPMIVQLLKCLAKDGRLVE
LTEKAEQRQKAVTAAALERRKRKLDSGKESSDDKDSGK                                          
>Tadh_XP_002112719                                                              
MSGQTSRWLPLESNPEFAYALGVPKAWQFVDVFGLDDELLAFLPQPVVALLVLFPITSKYENYITDEVNRLGTQGQFVGD
DVYFMKQTIGNACGTIALIHAFGNNSANVQLDNGYLKEFLQATANMNAVERAAYLENDNEITSAHEACAHEGQTQAPSVN
EEVNLHYVALVQNGGHLYELDGRKPFPINHGSSSPESFLKDAAKVCQSLMQRDPTEVNFSIIALAQA             
>Tadh_XP_002111392                                                              
MANSDGWRELESDPGVTGVEVEEIYDLSEPFDRKIYGFIFLFKWTKDRRSRRMMQEQLQAEQYAYDTTIANRIFFAQQLI
PNSCATHALLSILLNSPSIEVGETLSEFRQFTKDHNPEVKGLAIGNVSKLVKAHNNHARPENRHVNTRGSVSHGQSAESF
HFVSYLPIDDHLYELDGLKPYPIDHGVLPEGENWTEMFRRVIKARLGMETNNEPCHDIRYNLMSIVADKRTVLLKRMYTL
VNCQNIMKAAIVKANQLTKDLQRKSRHKYGKKSEPADEEKKLAKILKEIYAESNNNRVQEIDNLDGTISHNNCKNESTFQ
LNDEISTGSLDSSEATGTSEEKCNQDGQNNVHDTLANERTAKTACPFDSIESNYAQKLKNDSVKENGANKQKQKRSANGV
KDDFKAKKRKQKKTSDDVKLINGVADSIINKIITTIGAKYGLLKVSNDTTFIDKNRKFLKKNIKALDAAPSPSKVIDVIA
ELFSDRLQEIHMSYLNIIWDQITRESKVKSYSKFNAIHHEHNYFKSTSDFFLPPEIKILTEMNKNLEVQVKICDTELCEE
IDKRKRYIIDNCRRIHNYDPFISTFLKMLADTDSLSELVERNCELSKRQIRYGKKSLFNTPRGRTNKPKSIKRKDATLQL
SVFQMVLVAKENRAIGTESRRITNIAN                                                     
>Mlei_ML03022a                                                                  
MAVNGQWCLIESDPGVFSELIKEFGCNGLQVEELWSLDESAFTDLKPIYGLIFLFKWKGDSEEQGKVLYGDTEVFFAKQV
INNACATQAIISVLLNIQNPEIKIGDTLTQFKEFTSSFDPALKGMSLTNADRLREVHNSFARQNMFEFDSKIPEKDDDVY
HFVAFVPYKGRVYELDGLKPGPIDHGSYTDDWISVVRPLLQTRIAKHAATEITFNLMAVVGDKLLDLQKQLESVMGDEAF
VGDIKEKIRVEEEKRANYKIENIRRKHNYLPLIMEMLKILSEKGMLLPLTLKSFFVVKTQNLLSPKKIRLDMPQAWLSSR
GYVKLAVEGNIAAGKSTFLKLMSEEGGLKMCPEPVIDWTHIKLDKEVDQGAENNLLAKFYDNPKRWALTFQNYAIFSRVK
NQPKLEFEDRGVYLCERSVFSDRLVFGRNGLKTNIMTPLEYSLYCKWHSFLTDNNSETDVDGFIYLRCSPEICMKRLEKR
GREEEDSVPQDYLDQINDRHEEWFIKKLDLPENIRQKPTLVVDCSGDLINDLEQRRKTLKEVLDFAGLISKPKVSGC   
>Mlei_ML04648a                                                                  
MVRWVPMESNPDVWNKFLKEMGVVGGWEFTDVYGLVPELLMMVPQPVAAVILLYPISENTEKLGVEKLAGTKEVSDNVFF
MKQTVGNACGTVGILHSLLNNSDVISAGETLNKFKADCLSLDPMERARLLESSEVIANKHAAAASSGQTAAPSADEKVNL
HFVAFVCVDGSLYELDGRKEKAVNWGPCQNDDLLSQAAQACQRYMTCDPDEMRFTVVALSKVD                 
>Mlei_ML091716a                                                                 
MVSSARRKWVLMSRTGSWLELESDPGLFTLLVHEYGTEGVQVDEVYDINKEIKGPVYGFIFLFKWIEERRARRKPGNENF
VEDPEIVNSMFFAHQSIHNSCATHALLSILMNCQGLNIGPTLKRIKIFTEGMDPESKGYVIGNLPKLAHIHNSYAKPERH
KLPEKPSKSEAGITCKSAIDTFHFVSYVPINGRLFELDGLKPFPIDHGPWQANEKWTDHFRRIIAERLGMNIGAPYQDIR
FNLMAVVRDEIESAKRKLIALVDHRSAVIHKLYSLTKDEELVISVSKLPLPDLNELIKYEIPSHCFSHDPLWSSNSNHRK
TGRKCSASTDVEESNDDDGVLSLCSSTDTTLLANACSSFEEGGEDSRRVWSGETKRKRPKKPQFKIPDISSLNTDINNYS
VYELSYVKLSDDKDILISELIRIENDYIVTLELMKEAKEKRKRFLNDHDHRSHNYDKFLFEFLAILHENGRLQKIIAESV
PVQTSKKAVSQSSKKSKLKK                                                            
>Ocar_g4053_t1                                                                  
DLVSESTFGALNYENEVLGVTGAQVEELWSLDEAEFEKLEYSPFSSKRFTWRPDEKISGSLVTDSRRNDVFFAKQSIPNA
CATQAILSVLLNCDHPDVGLGRVLADFKNFTASMDPSVRFTTKIFSNIAGPGIE                          
>Ocar_g4054_t1                                                                  
MFEFDQSSKDKDDAFHFISYLPIDGRLYELDGLKEGPIDHGSIKEGSWLSTCREVLQKRIQSFESNEIKFNLMAIMCDRR
IAYMKEVEQLEQTKVRILKRLQTFAGGEGPLETDIDDPLPASADELQALLETVEEQLGSLKFKIGTELEKVEGYKMENIR



RKHNYVPLIMELLKILAQKGDLVPLMKKVHTMDY                                              
>Aque_XP_003387076                                                              
MAAGEWCLIESDPGVFTELIRGFGVSGVQVEEVWSLDNDILLNLKPVHGLIFLYKWRPDDNVQGSIVEDSRIRDIFFARQ
EIKNACATQAVLSVLLNVTHSDVELGSVLTDFKEFAASFSPTDRGLSLTNSDQIRKVHNSFARQQMFEFDDSLSKGGEDV
FHFVAFVPINGRLYELDGLKTGPIDHGATDSTDWLNTVRPILEKRMQSYSAGEIHFNLLALVSDKRAVYKKEIVKLDTRK
ELAAKKIQSVLSGGGESMEDNSGLPDDPEQLQVIIEEAEGEVIRLNELIRIENDKMETYRLENIRRRHNYLPLIMELLKT
LAKKGRLVSLCEEAKKRKKSQTTADKAKEVK                                                 
>Aque_XP_003386938                                                              
MASSSGNSKPRWLPLEANPEVMNKYVDGLGVGNSFQFCDVFGLDPDLLMMIPQPCAALVMLFPITDKYEAFRKEEEEKIE
KEGQTVSPNVYYMKQYVGNACGTIGLLHVLCNNISNLTVRDGYLKKFYEKTKNMTPEERGHFIEEDEEISEVHETSAQEG
DTAPPSRDEHTHLHFVALVQQDGHIYELDGRKSAPVNHGSTTPESFLNDAANVCQKFMTRDPDEIHFTIVALAAAQ    
>Aque_XP_003384156                                                              
MAANSKSSSSPVNLSSEWLELESDPGLFTLLIQDFGVSGVKVEELYDVNAQEFRGGVYGFVFLFQWVEERRARKKTFLND
DCFVTEPSVLRNMFFAHQIVTNSCATHALLSILLNCEGEGLDLGHTLPLLKEFCHNLDPEARGYAIGNMPDLATAHNRHA
RPEVVRPSPPPSKRGVVLAATPSYLSETYHFVSFVPIGERLFELDGLKEWPIDHGPWAESEHWTDLFKRIITRRLNEGDG
IQFNLMALIPDPLPQLSEDLQRYHSRERRLLDTAYGLARERVLGKKISSEDSIIDVENISDEKEPQPPPSASNEEEGRSC
LNESDLNKKIGDLLQTISSSTGQGSCSETNSLELVVKDITENRSLLFSAKRRFTEELESRERYRVEADRRTHDYDRFFGE
YFKNLAAHKLLPQRMLEGRRNNRRSHKRGRGKKLTTAATKNKTITNGSNNSTGHSVYY                      
>Mbre_XP_001747155                                                              
MAGRWCLMESDPGVFTDLIEGVGVKGVQVEELWALDVDALKQLAPVYGLVFLFKFTPEAHKSETQPIDYKIPGLFFAHQV
INNACATQAILSILLNAPDIELGEHLTGFKSFANELDPETAGLAISNSEELRTVHNSFSRQETFTMEEKVADKDDDVYHF
IAYVPHGGRLYELDGLQRGPIDHGPVGEEWVETVVPVLQKRIERYTSTEIRFNLMAVCRDRREALEEEKENAESMALSLP
EASPEAAEWQAKAAEFEAQLQQEHAKRQNWKDENRRRKHNYIPFILELMRSLAREKRLQPLVAEAKRKAVERLDQQKRTG
TEPKTPKQ                                                                        
>Mbre_XP_001744101                                                              
MATVAGKPRWLPLESNPDVLNKFVKNMGLRGDYEFTDVFGLDPELLAMVPQPVGGVLLLFPVSDNYMERNAEEAREIEAR
GQTVSDQVYFMKQTISNACGTVGLLHCLGNNQARVQFEDGSYLQRYFAQCAGKSPAERGKLLEEANEISSAHEASAQEGQ
TDTPALEEDQTLHFICFVEKEGQLYELDGNKEFPINHGPTSPDTLLQDAAVVVRRFMEVTPDDMRFTVMAFSKTQ     
>Sros_PTSG_08460                                                                
MANWCLIESDPGVFTELIESFGVRDVEVSEVLSFDAEELRQLGNAAGLDRSPSSTTFQTSSLPSRYSPSEIRFNLLALVR
DRRSALREQLEEQMAVLMSFGVVDDPTASLDVVDVSNVDGSAKAAVLEAKRLQRQLDDEEDKRRQWKKENERRKHNYIPL
FMQLTRELAKAGVLPRLLESAKEKYAERMREHQHKALGQYSRQGKQ*                                 
>Sros_PTSG_11886                                                                
MSSKPRWLPLESNPDVLNKFVRNMGMSGEYQFTDVYGLDEALLAMVPRPVLAVVLLFPIGDAYEASNAAEAEEIRERGQV
VSENLFSMKQTISNACGTVGVFHAIGNNLDKITLKEDSPLDKYFKACEGKSREEIGHMLEHAEGVSTAHEASANQGQTQA
PPLEEQLDLHFIALVHKDGFLYELDGNKDFPINHGATTEERLLEDSATVIRKFMSRKPDDLRFTVMALTKA*        
>Cowc_CAOG_01756                                                                
MSAGNWCLIESDPGVFTELIRSIGVQGVQVEELYSLDEGSLSVLQPVHGLIFLFKWQKDLQERKTAENASSVFFANQVIN
NACATQAILSILLNTPELNLGEELTNFKAFTQDFTPELRGLAISNSEKIRTVHNSFARPETFSIEEKNATDDDDVFHFVA
YIHKDGRLWELDGLQEGPINLGEASADDWLFRAAPIIQARIERYSSTEIRFNLMAVVADKTVQYTQELAAVDEQRAMLMS
QMQSDQVSGDLAALDARSSELQMLLATEQEKNERYRTENIRRRHNFVPFIVKLLRLLAEKHQLQPLIAKAKETVAAKNKA
NAESRK*                                                                         
>Cowc_CAOG_07285                                                                
MPPPLGNNSDCKFEIREVWEYNLEEEMAVIRDVVQDYPYLAMFVWSLGLPRKWGFTDVYGLDADLLAMVPQPVVAVMMLF
PVTKPHEDHRVAEDERIQAEGQTLSPNVYHLKQTIANACGTVGVLHAVANNKDRLELPEDCYLRRFVENGSAKTSEERGE
QLEVSEEVTNVHEECANEGQTETPSLDDDTFLHFVCLIERDGFLYELDGRKSFPINHGPSSQQTLLEDAAKVVQKFMDRD
TSQVQFNMIALTELPQDAE*                                                            
>Cowc_CAOG_07288                                                                
MSESTSDFRPTPSGNKRWLPLESNPEVMNKFVWSLGLPRKWGFTDVYGLDADLLAMVPQPVVAVMMLFPVTKPHEDHRVA
EDERIQAEGQTLSPNVYHLKQTIANACGTVGVLHAVANNKDRLELPEDCYLRRFVENGSAKTSEERGEQLEVSEEVTNVH
EECANEGQTETPSLDDDTFLHFVCLIERDGFLYELDGRKSFPINHGPSSQQTLLEDAAKVVQKFMDRDTSQVQFNMIALT
ELPQDAE*                                                                        
>Mvib_comp3794_c0_seq1_fr4                                                      
MSSSGWCTIESDPGVFTELINNIGVKNAQVEEIYSMDEGSFQAVRPVHGLIFLFKWTEATKSSSASTVEPPPGLFFAKQT
IQNACGTQAILNILLNAENLELGDELSRFKEFTAEFPAEMKGMCISNSEVMRRVHNSFARQEDYTLEQSTRRATKDDDVY
HFVAYLPFKGHVYELDGLLDGPIDLGEYGGDDWLEKARPAVQQRMERYASGEIHFALMAVVDSIRARAEAELVEAEAALA
RAQATPDGDVAAATERVDSLRVRISAEQEKFSQYHIENERRKHNYIPFIIRFLEALARNGQLLPALNEQIAAAKSKK*IN
NNYY***                                                                         
>Mvib_comp12606_c0_seq1_fr4                                                     
IRSFSCIPPAVHSNTHPLVHYYYTMPDNEGGEDAPRWLPLESNPEVITKYMRSMGVPAPWSFSDVYGLDDELLMMIPQPC
KAIVLLFPVTERYEEFREQEQDRITANGQGEVPASAYFMIQTIGNACGTVGLLHALGNNLDAIPLEDGFLKDFFASTKDM
DPLQRGQYLEGDGGREISTAHEESSLEGQTEAPPVETSVNLHFVCLAQCDGALLEFDGRKPFPIHHGKSSPDAFVKDAAG



VAQQFISRETGAHEFSMLALVGDNS*IFVLE*IDYALLKSSTYGR                                   
>Mvib_comp12606_c0_seq2_fr6                                                     
RLQCEVLMSLASLVSRLQYMRSMGVPAPWSFSDVYGLDDELLMMIPQPCKAIVLLFPVTERYEEFREQEQDRITANGQGE
VPASAYFMIQTIGNACGTVGLLHALGNNLDAIPLEDGFLKDFFASTKDMDPLQRGQYLEGDGGREISTAHEESSLEGQTE
APPVETSVNLHFVCLAQCDGALLEFDGRKPFPIHHGKSSPDAFVKDAAGVAQQFISRETGAHEFSMLALVGDNS*IFVLE
*IDYALLKSSTYGR                                                                  
>Sarc_SARC_03631                                                                
MTANNPCLTSCGQTRFDLGANVAKYLLELYKDPLETVDISGRHQSFVDEPEVFRCDPQKLHVHYRNDALAHLQQFDIITE
RRPIKGLIFLFKWTQDPEPRETVAEIPEDLFFAHQITENACATQAILSIILNCPDIELGPTLTDFKTFTKDFDSKLKGEA
IGHTESIRKVHNSFARPELYDMMDKSKPRYGTEDAFHFISYIPFNGRVYELDGLRKGPIDLGAAAEDWLAVARSAIQKRI
EALHGEIRFNLMAVVKDRRKILSEQLTELLKTGINDDSYLVSELTAKLYSEEKKFERYSRENSYRKHNFVPFFINSLRLL
AQRGELEGLVAAAKDKANRRAKDNLQ*                                                     
>Sarc_SARC_14607                                                                
GLSHPTSKICYLQYEKFFAEEKKRLDAAGQQLPKDYWFTKQTIGNACGTIGLLHALGNSRKSISIDGELGKFFDSTESMT
PADKAEFLTKAEGISAAHHESANEGQTAVCI*                                                
>Cfra_g3201                                                                     
VFSELIKNVGVKGVQVEELYSIEEDELSRLMPINGLIFLFKWTKDHIDRDSVQEMPEGLFFANQVIENACATQAILSILL
NSPDIDLGPILTDFKAFTKDFDSRMAVVKDRREMYHEQMAALQESEGNEAAIHDLLEKIDIEDKKSERYARENTWRKHNF
VPFFINATRLLAQREMLLTVLLLLLVLSRTTAQVSATESECADSSCLSNNAENVWDEGRKGSGEYGRADISSRSMDDCPC
SVTKNGNCMNASFSQVVEEADQGDEIQLFTAYYVETPIMVNTSVIIKGGMCGPEIGKLVSKFDEGEKQEDFAMLFSSENI
DLTLKDLIFERSTISNITYGTAFYANSNVGLTVTNCLFKNLRSIKHGGSAIYLRTAESDILIDKDTSFTGNSIGNGGCVP
PSCVAPNGGTDQHACPDSCFGGGGALWIGSCFGSTKIEILSTFKNNVHEFGHGMGGAIFMDWMECQVTIDGVFENNTSSD
GGAIHIESMQAGSSLTVDGNYTANQVVDGGWGCRGAALRVRNLVEGAIYTTSGTYMRNNATGTYTTGRGAVLALNNVDGV
AYINITALDNICDGHGGVISNLYDFGDKANFTIQETSRFEGNTAMSDAVVVLEFQEQDIELSEAEWLEDKKNGGYVIRGS
DFDSKQK                                                                         
>Cfra_g4986                                                                     
MITLQSFNNFYNASIIVVLQFVHALGVESSWGFHDVYGLDAELLAFVPQPTTAVLLLFPVDDEYEKFFVEEQKRIDAEGQ
YIPRDHYFIKQVIRNACGTIGLLNALGNNTKRIKIDGALGKFFEDTTSMTPIERADFLTSAESISVAHHESAHEGQTKPP
ALDAVVLLHFVAFVEVDGELLELDGRKPYPINHGKTTSSTLLQDSVKVIQSYIDRSKDNVNFNVVALAPMN         
>Contig10838_Abeoforma_whisleri_fr1                                             
HHQTVY*SSEDRKKRSDCRFILFFANCFPSCKKLK*TKMKWVPLESNPEVMTKLIKKLGVNGAQFCDIYGFDEELLAFVP
RPVLAVILLFPISDKYEKFRVEENEIVKKKGQEISDNLYFTTQTISNACGTVALIHSILNNQDSLVLEDGILKKFYDNTK
SSTPEEKAEFLKTDDSFADAHETSAQDGQTSAPDLDEVVDLHFVAFVKKDGSVYELDGRKEFPINHGPIEADGDLLPNVM
EVAKKFIKIDPDNNNFSMVALTKE*IFNQYD*VKPNKKKIPVETQK                                  
>Contig10606_Abeoforma_whisleri_fr2                                             
YSIYQTPLYFQSY*SCYIEQFNKGLIVMSWCLIESDPGVFTELIDKLGAKDTQVEEIYSMDDDSLKAISPIHGLIFLFKW
ESKHVDTRTPFPNHDNSVFFASQVITNACATQAIISVLLNSENIELGDSLKNFKEFTREFSPEMKGAALGTDEIREIHNS
FARPDILLMDDKKSSNEDADLYHFIAYVPVNGKVYELDGLKPGPYELGECGDDWISLARTEIQKRIEQFGGEIRFNLMGV
VQNRKSVYTKEIEELKKNTERDSTFEISDLENKIRFEEDKIKRYQKENVLRKHNYIPFIMNLLQTLAEKNELEPIVEQAK
QKPRK*HSTPSLTLSLSL                                                              
>Contig10839_Abeoforma_whisleri_fr2                                             
ITKQYTKAAKTEKKELK*TKMKWVPLESNPEVMTKLIKKLGVNGAQFCDIYGFDEELLAFVPRPVLAVILLFPISDKYEK
FRVEENEIVKKKGQEISDNLYFTTQTISNACGTVALIHSILNNQDSLVLEDGILKKFYDNTKSSTPEEKAEFLKTDDSFA
DAHETSAQDGQTSAPDLDEVVDLHFVAFVKKDGSVYELDGRKEFPINHGPIEADGDLLPNVMEVAKKFIKIDPDNNNFSM
VALTKE*IFNQYD*VKPNKKKIPVETQK                                                    
>Contig36652_Pirum_gemmata_fr1                                                  
IVFVIMFFRLVWLASYLYLLIYFEDIF*FTLLSFMFCFLGEAHESSAQEGQTEAPELSAKVDLHFVSFVVVDGCIYELDG
RRPFPINHGKVGADDDHLTKIMGAAKVYVERDPENVNFSMLALCLDTE*IMV*RLGLCLGLGLGLE              
>Contig36651_Pirum_gemmata_fr2                                                  
TMVKWLPLESNPQVLTKLIKRLGVSGASFSDIYGFDADLLSFVPRPVFAVILLFPITENYEKFRKEETKEIQERGQELSS
NVYFTIQTVGNACGTVGIIHSILNNRSNVHVTEDGILGKFFSATSNMTPEQRATFLETNESFGEAHESSAQEGQTEAPEL
SAKVDLHFVSFVVVDGCIYELDGRRPFPINHGKVGADDDHLTKIMGAAKVYVERDPENVNFSMLALCLDTE*IMV*RLGL
CLGLGLGLE                                                                       
>Contig71023_Pirum_gemmata_fr2                                                  
EKIYVIKINKIINNKK*KIKSVVVVIFCCTVIVFYCFLLVIIMSWCLLESDPGVFTELVTEFGAEDVQVEELYSLDDSCL
DHIRPIHGLIFLFKWEKEQVEDRTPYPNTNNEVFFASQVITNACATQALLSILLNNEDIKIGEFLSNFKEFTKDFPPDVK
GAAFGDEKFRSTHNSFARAEMMVMEEKQSDGSDADLFHFIAYVPVKGRVFEIDGLKPGPYDLGPRGDDWVRVARPEIEKR
IQKFSSGEIRFNLMGLVQSQKTVFLKKIEQLEKLEKTSDIENEINDLKQKISREEDKLENYKRENILRKHNYVPFVINLL
QALSKNGELEKIIEEEKAKVKAK****IYKRIEYSVNITQGFEIKRS*ILSKIKGIVSSL                    
>Apar_comp19846_c1_seq1_fr4                                                     
AAVVFHATVPISKFELRIYIHTHILVTSTGAFIGKMAERKVKNWLPLESNPDVMNKFVHNLGVPEDWNYYDIYGLDEELL
MMVPQPVAAVLMLFPITDEYEAYRHQEEEQLRASGQSVSPSVYFTRQTIPNACGTVGIIHSIANNTHCIPLNDGSLSKFL



ETTSGMSPEERAAALEEDETIGEAHHESAQEGQTEAPSADEDVNLHFVCFTVVDDCLYELDGRKPFPINHGPATNETILT
DVAVVVRKYIERTPDNLNFTLVALSGQ*TPPPPTFPIWAIFAPHFGEY                                
>Apar_comp21449_c0_seq1_fr4                                                     
LLTKTDGFTNLNNVVVTLSHRRILLLLEKDKMAGSGAWCLIESDPGVFTELIRELGVKDAQVEELYSLDEYSLNELKPVH
GLIFLFKWVAPTADQQTAVVDAPNVFFAQQVIQNACATQAILSILMNCPTIDLGPDLTEFKTFVAEFPPELKGTAIGNSS
KIREVHNSFSRPDAFLMEDDKRMGKEEDAFHFVAYVPVDGRLYELDGLKPGPVDLGPVGDNWLKVAAPAIEQRIQKYSAD
EIRFNLMAVIGDRKAMYTTQLEDLKRQKESGSAMDVDGQDIDTMIEDLQERIRAEDRKLENYKLENVRRKHNYIPFFINT
LRLLAERGQLMPLVEKAKEKARTQGPTGGKK*CVV*DLSGCVRIFTLVRLVVEGCEVGDWRYIVSVYVK*IGSKT**ICE
ALWLCMFWLVSGVCRSDRSIL*SYIVYDT**TNNKKRGIY                                        
>Apar_comp22343_c0_seq1_fr5                                                     
FHWW*TWFSHLAGN*KNLKMGSRRKLMGPSNEEGGPAPALHNGKESATTQEGNETTNPLATAAPSQADGDSDFEAPLKTK
RGEDGRKKVEKKEEPSNEGKDGKVAEEPSPPSNKKVKRWREIESNPHVFAEMLKTMGVEGSSMQEVWDIDSMPDLVQNGD
VYGLILLIRWSAEEEQVDRSQMDIKAPVYFAQQVVQNACATQALVAVALNTPGLKIGPRLTAFKERTKNLSYFTRGQALG
DSTFLHAIHCHYSGADGIEYDEIQEEQPSKTTKKKGENKKETEGKEEKKPKKRQRKKKVEEEEVWEMPFHFITIIPAPNG
KVYELDGLKEAPRTLGPYNQKDPADWLSVAREAILLRFAATDELEFQLMAVTESSAHFHARMIRDLEMKLALETTGEGEN
GKKKGRGGRGKPSEEETKKRTEEVKKQIEEHREKMKGNVEEREEEELEVERAIHNYDRFVEAFAISIAQKGLTGKEEVER
LRAERKKKEEERVRKHKEEREMKEKEEGKKKDGEGDTVVEKIGGEEQEKVVETGGVGNDAGEETVSNGKVEETAGEGMEG
AKEEEMVGVNEADQSVPVKGAEKGRRKGRADSRRRADKTKKDVVTVENLENATRGEETETEKEMQPMVITVSMEVDGGGV
VGVGGEDVCEKEEKGEKEGENVEWEQRQNGGSGERKEERKEEEKKEEAVRMEESEREKEREDENVTNDVGGINVEINVGE
RKEGGLGLHAKEEKGVEMEKEKLGERESEGKGEGVETNERKGEHPPVVEENIKRGRGKGTRNQGRKGKKAETDNHENEGK
ARTISRDGQGVKGEDVGGKEESAGIQNTLAKSEETRKEGENEGKEETREAEEKGAGEVEKESLHQERNEGEKVECEGKEE
TREETQAPEPVAPENGKQKTGTRAQGGGGRRGRKGKMNETNEKTEKNEEEKNTEPVHMERSEEEAPVGVGVEKDKKESGT
GEEKMEEGRDEKTTEMEGERAGGVVNKEEGEAGENTVEIEPIEKGKSKRKSGARAPKGTGTGRRKGKKVAVVVDENEEKE
GEKTEKEGGTTEDVGVGGGEGKEPKTEKEGEKPADEREKVESVGNVIVGKENTVNMEDVLPESVEVSKTGQEEQVGTEEK
QEDDGKEKEEVVVKGRRKETKPKSRGRKGKKVEDGVNKNVEGDKGEEGSQTGVNSTENGETGGVVATKQGEAGAETGKTE
SEAAESVIVGNEAETGREKTGEENGTRGEEKSAPDSVETSTQIEITAKKGRGRATKKKKEEEKTPDTSRAEDLAKPGRGR
QVKGKNEDEPVEKMEQQGEPQITTAPVPETHDESRASTDPEKIEPELEPETLPTRTGRKRAAPPMPPPTDKPRANKRGRM
SNGRNTIASEPAATTETTEPIPKEPETDKFDPTRKDDNGLAGKTGSEDTEQSKPTPKVPEFSKNSHAEKSGKGDFGERIT
GGEKEMAKENTPRKRKAETVNDEFVALQLQAALDIDGGGIATRSEKRQRKQPERLQQEEIKSHRRRRK*VCV*       
>Contig3494_Corallo_2_fr4                                                       
LIF*LL*IDITMADAAKKKRWVPLESNPDVLNKYGKQLGLKSGNGYVDVYGLDPDLLAFVPQPVYAVMLLFPISENYENY
RREEEEKINKEGQTVSDQVVFVRQYIGNACGTIGMLHGLLNCQEEVPQEGYLKDLKEKFEGKTAEERGDLLMADDELDKA
HGEAGSEGQTSAPEAEEEVNLHFVTFSCVDGSIYELDGRKPFPINHGPSSRETFLNDAVEVIRKFIARDSDVPTFAITAL
TANME*EA*E*YNVFYYRYCFKGYTET*FGSKPSFIDSHSGRNVWDPETPGQRSAASTRRISQVPYLRACRRAARSHLDH
QYWWVRCQRRTDCHHWRQWQRQQRLQLRHC*CRVQRGGPCI*RPQ*NCQST*PA*QRRSGW*AENRNQPGVVDRCAQPSV
HQQHPVDLL*GSCIRGQ*DT*CRRRKERPCSLSQKTLPQLVASAG*AALARGSQSRTLNGNLPT*HSHCRTVQT*QAILQ
SRKCQCLLRRDDQSQCPNVVVTQCYPVRTCLWPVRNGS*IARCSNLSVILRVHSRR*GQVE*FAAGQRWPATTDNCTVLL
CGSFPLASLQRRETLCPLPRTDSSVARGESPPSPAPDCWPIPPESQSCSLHCSP*RGA*PYFPWSDHPSWPDSYSGGPLR
ASF*QTNICTVFCDFFKVN*RLCFR*QLCVHFPILTKRVDLEYI*SV                                 
>Contig2563_Corallo_2_fr6                                                       
LGS*IDDKWDNRRKNKSFG*CKAGKQHWHNILFTRVESKSIMAEDGDNWCLIESDPGLFTKLVQDVGVKGVQVEELHSLD
AITLQQLSPIYGLIFLFKWREEDAAGPLVEASDKGIFFARQIITNACATQAILSVLMNQEDTVELGDTLKEFKLFTSEFD
PEMKGLAISNSDVIRSVHNSFSRTDMYLLEHKDHGPKDDDVFHFVAYIPGKDGNVYELDGLRSSPIDHGSASGRAWYEHA
AEVIQQRITRYAASEIRFNLLAITKDRLVSLGEQIGQVREAMTGAAESEIDEQLADLKVEVAQEEAKRAQWAKENARRQH
NFMPLILETLKVLAEKHELGDRVKQAREKAQARHAARQAGKGGQ*APLKICSVLIETSS*LGTLMPTGILTVSTCTNILE
VQGQILPESSINMKRLLSRDITIHTASKNNVRLKKN                                            
>Spom_NP_594531_1                                                               
MWRPLENTPEVLEPYLQKIGVQDASVFDLFSLEEIPEYIPRPVHALLFVFPSSGTKTIYKGSRILPKDSDKVLWYPQTIP
NACGTIGLLHAVSNGELRRKVNENDFIKSLIRTAEGSSIEERAKLIEDSKELEALHAAFAGPPLEVEGSEEDVETDLHFI
CFVKGKSKDDNHFYELDGRQEGPVQHSEIESDLLNAEVLSVIKNYIQSIDSPFFSLVAITTP                  
>Spom_NP_595456_1                                                               
MSWTTIESDAGVFTDLIENLGVKDVEVDELYSLDVDSLRQFPDIYGIIFLFKWNSKVDKPDGTMDYDSMDNIFFAKQVIN
NACATQALLSVLLNHSDEIDLGTTLSEFKDFSKTLPPELKGEALGNSEHIRCCHNSFARSDPFISEEVRAATDEDEVYHF
IAYTNINNVFYELDGLQAAPINHGSCTKEEFAEKAVSVIQARIANYDPAEIRFNLMVICKDKKASLLTREDLTDEEKAAS
IAVEDEKRLRWKRENQLRRHNFVGLFVELSKLLVKDRIDKNTWNSTLETAKAKYASQKRP                    
>Tmel_XP_002841050                                                              
MSDPVHSPEGGAAETPNAPSAPVDPPKARKAFIPLECNPELMTALVHELGLSESLAFHDVFSLSDPELLGFIPRPALALL
LVFPVTENYRQHRIAEDAGKEEYSKQGDGEDPVWFKQTIKNACGLIGVLHAVCNGEARNMIGGDSSLKELLSKALPLPPL
ERAQALEDSQELASAHKSVATRGTSTVPDAEDDVDLHYVCFVKAKDNHLYELDGSRKGPLDRGDLGDDDVLNDRAVKVVQ
SFIDREKESGSLQFSLVTLAPAL                                                         
>Tmel_XP_002836662                                                              
MSGGWNTIESDAGVFTYLVDNLGVKNVQFEEMIALDADYLNQQSPVYGVIFLFKYPVGQKKADEAVDGQYDFAASENIFF



ANQTIQNACATQAILSVLLNRGDLDLGDQLREFKEFTQAFPAELRGEALSNSELIRGVHNSFARSSPFIDEGTRAATEDD
DLYHFIAYTPINGILYEIDGLQPSPISHGKCTEEQFPEKVIPVLQRRIERYPATEIRFNLLAMVQDLRIRAAEIGDVETV
AREDEKRKMWIWENELRRHNFVGFAHEVLKRAVASKLRDGKYDEWIDEAKQKAKDRMSERKKVRGEKEDIASP       
>Tmel_XP_002835469                                                              
MASSSNIGGSTRVKSNISPCAAPEIRGIVEQKENWGGWATTLNDATIFEYIMRQVGCESVAVRELYSMEEDYLREVKSCY
GIIFLMPYNEHYETQAGEELKDLPDGMWYSNQIADNACASYALLNILMNLNNVPLGTQLEGFREFTLGLLPPHRGQAVDG
FKSIKNAHNSFCFRYEIEEADLILYEEAVRDSDPKSELKSKENHGGKKYKTEEAEVARGHTDQIDGPHHYIAYVQVGGCL
WELDGLKQTPFKVGDCNNENFAVCVGSRMRELTARCSDLSIDFGIFALEPAKAPQLDKQHQANAREIGAIERKLQEIDPH
SSLRKEDLLSGLLILPPSDTDDFGHHNGMMTEQLVELRTDLIQKQKAIEMEKDNLFNEESRKALELARNRHDYEPFILTM
ATMVWAQQQAEAKTIKPKKKGRKGR                                                       
>Ncra_2134NCU02382                                                              
MDPNSEPATTRRSGRARKPNTRYAELSSDDELNSSAGVKASRKRASLDSKASAKLEESADPERLSMLKESPASEEPTTAV
RPRRSAKRKAAPEVFDVPMDVLEASLGPWQENELAEWPSWTDVESDPVFFNRILRLLGIREAKTTNNACATVALFNIIMN
AQDLPLDINLSKFKEESGPLSPPLRGHLLSNSSWIRVAHNHFARRLDLLNAALALENKVEDSKKKRARTTARRKKEQEME
DAYHFVAYVPNHGDRSVWELDGLKFNPRYVGKFEKGAHWTSVAQPVIQEKMMEYEADQLAFSLLALCGDRRAALRRQLAV
NIHCTELLNDAFRSESAWFEEGNDSSSFKDHISNFNDQSKLDEFQLSTDEAKLMIKNSAEARRLQDDIQTGGMEMAEALL
LRTELRQKQEQIRAEYYTEVASGPEGDEDGDAQNEDPGRRKDHTPAIHEWVTKLAERGVLRELHEQVKSRNGS       
>Ncra_3308NCU03704                                                              
MSGGWNTIESDAGVFTDLLTNLGVKGVQFEELLSLEPDALAQLHPVYGVIFLFKYPTNEPYRGTDKPLDGTFDYDASERL
FFAHQTIQNACGTQALLSVLLNKADPSVSQEGDAGYIDIGDKLRDFRDFTIALPAEIRGEALSNSELIRDTHNSFARSSP
FIDETQRRPDEEEGDAFHFIAYSPIGGTLYELDGLQPAPISHGACTQEDFPQKVMDVLQRRIARYDASEIRFNLLAMIRD
LRIRAREFADEELLATEERKREAWRFENALRRHNFVGFAGEILKGVVSAKLAAGGSAYDDWVNQGKKKMEKRAAEQRARK
GGEGEDVEMQG                                                                     
>Ncra_5606NCU06372                                                              
MASNEVDPHGGVPAASDRPAFIPLEANPELMTSLLHKLGLSTSLQVHDVYSLTDPDMLAFIPRPALALLMVFPVSAAYES
ARLAEDSLLEDYSGKGPLEPVLWFRQTIRNACGLMGLLHAAINGPARQLVEEGSTLDKIIKDATPLDPVARARVLETNSE
LANAHKSAATQGDTEAPAATDEVDLHYVCFVKTEDGGLWELDGRRKGPLKRGELGKDDDVLSQAALTLGPLKFLERGGGD
LRFSCVALASSFD                                                                   
>Scer_SCRT_03750                                                                
MSGENRAVVPIESNPEVFTNFAHKLGLKNEWAYFDIYSLTEPELLAFLPRPVKAIVLLFPINEDRKSSTSQQITSSYDVI
WFKQSVKNACGLYAILHSLSNNQSLLEPGSDLDNFLKSQSDTSSSKNRFDDVTTDQFVLNVIKENVQTFSTGQSEAPEAT
ADTNLHYITYVEENGGIFELDGRNLSGPLYLGKSDPTATDLIEQELVRVRVASYMENANEEDVLNFAMLGLGPNWE*   
>Cneo_XP_570294                                                                 
MADDPSGWSLTESDPQVFTQLLKDLGVNGLQVDDLYSLDAETLATLKPIHALIFLFKYVAPDAESAQESAGVEVDPLDNG
VWFANQVINNSCGTLAALNAVMNIKPQQSVHERESIKLGSELENLREFGAGMQSLDLGHVLSSSDHIREVHNSFSKSSPF
AMDPSAFPEREKEDAYHFVAYLPINDILYELDGLRRFPIMHAPVDGDWLDTARETIEQRIATYPPGSLMFNLLCVRSDAI
PRLERLLNDPSTPAEQKFVIQDQLEHERNKSQKGAMENSLRRHNLLPVVFQLFKSLGESGMAAKAVEDARTKGKERRERM
QAKGEAE                                                                         
>Cneo_XP_566530                                                                 
MSEAPSKWVPLEASPDWSEPLGLPQSLAFQDLFSLDPSFLSFIPAPHRAVLLLFPSKGKLQEERSKEDRDDGKQFKGEGI
WWIKQTIPNACGSIGLLHSLLNLPERGPDALNPDSKLAQFKAESLPLTGLERAKLLDETTFFTEAHTSAASTGQSVVPTD
LDVDEHFIAFVEGVDEKGEKRIVELDGGRNGPLDRGASNNFLEDVAKVVQEKYFERAEGDVNFNMIVLAGKSDD      
>Ccin_CC1G_01998                                                                
MSATSETELSLYDRTKPNYRKHYVPLESDPEIFTDLIKNLGVQGYEFQDVLSLEDPDLLAFIPRPVLAFVFVFPTLDEIE
NRLKDADAHRKVYEGKGEEEPVIWFSQSIQNACGLYAILHAVSNAIPRSSIQSGSPLDNLLKTCIPLGPYERALALEASS
EIEAAHAAAAKRGSSEAPAAEDDVDDFHYICFARSPKNNHIYELNGTVKGPIDTGVVQESEDLLSAAGIELVKNYIKQGD
GNLGFSLMALVATN*                                                                 
>Ccin_CC1G_02047                                                                
MSDEDSNSGWQLTESDPGVFTELLKSLGVPLIVDDLYSLDAESLAALKPIHALIFLFKWVPTKDSDGGPAGTYDPDFPGF
FAHQVVNNACATLAVVNALGNIPSLPTGPQLAELLSFTTGMDPQTRGLVLTSADWLREAHNALSPPNAISLDGLELPRQA
EEAYHFVVYLPYMGAVYELDGLKPHAVRHGAYEESGEGWLKTAREVIEARINTYPMGALEFSLLALHDDPLPTLQSQLQE
AQTAGNSAVEADLLARISNENAKRENWAFENSLRRHNHVSLVHGLLLALAKIGKLEPATTKAKETMKEKIKKKKESGEAM
DED*                                                                            
>Ccin_CC1G_02656                                                                
MSDDRLRWIPLESNPEVFNKWAKRAGLITGQDAFTDVYGLDPELLAMVPQPVKAVVLLFPDSPDTHKQKNEEDARIAAQG
GQPHLDPTIFYVKQKISNACGTIALIHALANSDVTWAPNSPLHNFIVDGKDKTPEERADLLQSRTLFSDIHAESAQEGQT
IPDVNTDLHFTCFVAAPDADIRKVATGEESPDQVSTGGDGDTGLRLVELDGRRPGPIDHGVCTDLLNDVAALVKKRYLAK
TESVYFNLMALAPPLQ*                                                               
>Ccin_CC1G_12332                                                                
MDSYQMHSQPTPIDLVGGPFAVIESDPGVFTSLVRKLGVRGVEVVEVYGIEPWALDHLRPYGLVFCFLWHKDNHRAADFE
DPAAGSVWFANQLSDDACATHAILNVILNCPGIDVGPYLTQFKQETSQMSPVMRGLPADVRGAINTLATTTLDIEKEKQK
EERRKKVAAGKPPPAKKRKGDDAAQDKSKGKSRQEEEEIEQSYHFIGYVPAHGKVWELDGFKSGPLEVGELPAPESPHQS



GSDPRNTWMDVVRPALRLKMDKYGGSGDDGSNIQFSLLAIVDDGYQAAFDDLELLKREKVDLALWEDTITGNDRQALFSF
NELDRPALASKRMERDIEIMAMSQGELVTAWNSCVRNIRKAVIVLEDELSKGRRTNTEHINRTFDYEPFFKAFITALHNE
GHLNPLLDLDENGKKRRSTTGMKGGQSKR*                                                  
>Umay_XP_758052                                                                 
MTESRMKWVPLESNPELFSSWCSSMGLDTSKYAFHDIYGTDAELLAMVPQPVAAVLLLFPITPSMEQLRQAENATAQPSP
SDSDILWFKQTIGNACGTIGLLHALANSSASTAIKPGSPLDTLFEKARATQDAHERADILVNSKELQTVHEATASQGQSQ
APEDLDNVILHFVCFVRSKNGELVELDGSGGRKGPINRGKKVASQQDLLPVAVDYVKDNYMALNPEEVNFNLIALAPSFD
>Mver_MVEG_05652                                                                
MSAAAPTKKPIRWLPLESNPEVLDKYVRDLGVPAPWRYADVMGLDEELLAFVPQPAHALILLFPITPKYETYVQQEKERI
DKQGQTVSPNIVFYPQTIANACGTMGVLHSIANNWAHGGHLKLDDGGIMKKFLEKTVALTPAERATALEQDQSLANVHES
HASTGQTATPDLADDVNLHYVCLVERDGHLYELDGNKPYPINHGISSKDTFLTDAVKVAKEFVGRDPENLNFSVIAATTA
EEYDD*                                                                          
>Mver_MVEG_10772                                                                
MSDSGNWCLIESDPGVFTGLIKGIGVSGIQVEEIYSIDKETLEDLKPVHGLIFLFKWLGHDPAAQSANKAPIVYDESIFF
AQQVIQNACATQAILSILMNSPAVDIGEELTNFKAFVSDFPAELKGHAISNSDVIRTIHNSFARSDPFINDMHDPNAKEK
EDLFHFIAYTPVNGNLYELDGLQEGPRNHGPCPGDSWLEKVGPIIQERMAQYAGGEIRFNLMAVVDDRTKVYKERLAKYQ
AQLETLQKAEGPEAGSWLKSEIEHLEQDIKKEAEKTLKQQRENKLRKHNFVPLIYELLKELAQQGELKDLVEEGRTRAKA
ELESAKQRKAAAVAAGKDVDMEDA*                                                       
>Mver_MVEG_10830                                                                
MGSMQDPDEPMEQTLPFSRSLPLGGDWCTLESSPLVFNALLQKNGVRGAYAQEMYTLDPEHLEGLEQDGGQVYGFIMLLD
PLKRLSRTVEPESEESEPEEESATKSSSSATTKDTKKKTQLFFANQVIPNACATQAVLSVIMNASPSLDIGPVLFDFKEF
AMDFSPIDKGLAMTNCKNLRTNHNSLAYRLEQEPTSLQKHLANVVVHEATEEPLHYIAYVPVNGHIWELDGLEPAPIRRR
PCGASNEKEDGQQQQGEAPKGWLSAVSEVMNDRIKLYSAGEERFVLHLVVEGKVDKKTGLLIADQEEGELVEVAKPVEVT
KLVEVAKPVEVAKPVEVAKPVEVAKPVEVATPVEVTKPVEVVKPVEVAKLVDTKLKRGKKKEATGQVEEPVEVAKPVDTK
VKRGKKEETTGQVEEPVEVAKPVDTKAKRGRKKAETKVGEPGKVETSLAMEKPAKPEPGDLVPTELSSSRGRSRSKKQKT
LPPPPKTASTQDHSVEAMKAPSEPMPVPPVEPVPEELETGRGKRRRAATKPVVTPEPAPNAAQEPETGRGKRRRAAAAKP
VDPEPAPVESTGRGKRTRAASKGLDDSIKKKAPLPSSSKRAKEVIMATPRTRRGKKQEESLPPVDAAASLGASQNGMEVD
ESPALNKELSLSSSSDLSSSSDLSSSSDLSSSSDLSSAEDDSLESEPEQDSKQEKVKKSKGAQGELGSVKQQDVEMEGQS
EIKPMEEVQQVKEPVSEPEPAP*                                                         
>Pbla_Phybl2_158308                                                             
MQEEQTHKPTEQKWLPLEANPDVWNKIIHRLKVNSQWNFVDVYGFEPELLAMIPRPVTAIIFLFPLTENYEKFKEEEEAH
LARHEQNISPDLIFFKQTIANACGMIAILHAIANNDNEIVGPGLLSNLLEKAAPMSPDERAELLENCTELSSVHQEAANQ
GQTQTPDLGDEVNLHFSCFVKVDDHLYELDGRKPFPINHGKCTDLVASAAKIIQQHMARDPDETEFSAIALTKQPQSQQ*
>Pbla_Phybl2_61164                                                              
MTRDNQSERWLVIDPDPRVLSKLCLSMGVKGVQVEQIQPSNRDFIREQRPVHGVILLLHQVPPAINGEETSSNGIYFSNQ
IVREGYATHALINILMNCGEMVDIGSTLKEFKEFTREFTPIEKGHSLSSSHVLREASNNIAKRQESRGVFHAITYVHYGG
FLWELDGCRKSPSRLVACTETTWLGVAQNELRRKADMLYRHQTPYSMWAVIEDRRQVYHRQLVGKAYLRQAVENELDSLY
PAWRVTLNINRWEEEYQYHMEHNVNQAGKELVRERDYCRVFEDLPVDEQISIQTSIKTDVRGWSEAELTDRWMQTQDESL
RLYERLGTEYQKHKEYRDDTVRRKYNYEPFIEAYIKCLAKHKLLDYNQAP*                             
>Pbla_Phybl2_167893                                                             
MSSISSERKYGGAHRKGKEVAGRNYPEQSTSQSRRASPRQRSFNRSREGSTDYPAHAGSHVNISDPVASAAAIFAAFEAK
ELEAKEKQRAKEVEESPVVISSHFDDSSSELLALPYSDTSPAMVSRLGSRAQRSRPQTTRLKRTAERTYAIPKSKTSPAT
DYRIPEQSTSAAAAAFVHPSQTSRPNPAEYDYKTLAPWCAIESDPDVFTEMTQKQGVKNIIVQEVFDLDSKLLNDKKQII
RTKCTCERVLPDNHTKPDPDANGILYSCQVIQNACATLALLGVLLNSRDYVDLGEELMQFKDFVKGFDPISLGLAIGNSK
MLRDTHNYFATEQDKKEAEAALEEYRRRYYTAKEEEDYDEEDKDEEDEEDEEKEEIYHFISYIYKNGYVWELDGLNRAPL
KLDECHLYNWTNVVKPYLAARMESKEEGFLFNLMAVTDDNLPIQHRTIADKSRLIEAYSQRVELEQLRLPEYLTTLGKRK
RDYPGIGYTIQVEIIEYMKKRQKILADDIKQLEEDIENENLEREKTKANNLRLGHDYTPFIETLFQRLDEHEALVPMLKE
K*                                                                              
>Pbla_Phybl2_186881                                                             
MINKYGVNDIVVQEVFDIDSNIFTAKSPEEQQNVHGFIFAWPYQEEPLPNNHSTHDSDSEEVFYSCQVITNACATLALLG
VLLNCDKEVDIGETLTMFKNFTKGFDPVNTGLAIGSHPLLRDTHNSFACEEDKEAAIASARGISKENDYEENGDYINEDI
FHFVSYIYKNGYIWELDGLKRAPVKLVKCTLSNWNETVKPILQERMRSTGESQISYNLMAVISDPLKALRESITDLNDLV
EAYDHEISEQESRSQDLRSKVLGKRSRLVEDYRIEIKRNMLGFLRNRQENHKEKRRNLEKDLEMGEAEKEKEEANNLRLD
HDYGPFLRALFQKMEEKELLYLKEPVNVKNVNRHLNYFNGVEFHEFLFGEEDQKLKTMKKKQKVNKKGRKKQKKTSDNDA
KPYLPSETTILLMRIAHYLIYNSHHIFAEMSLPEHCALKINSLVFSFSLTSNVDSRILLTATHDRKQEFLGLDLSKLFER
RGLLYFAGKHFGLGYRMEIIRRPSKHKDPREHIYTLNESNISVITFTDLQNIIT*                         
>Pbla_Phybl2_187604                                                             
MPPKTRLKPAAVTSTKLFNKQKTGVNEAPNEYLYLKNHLNNPEHNSNDLSENSSQSTSFSDYPDQATFRIDQLCTQSYLT
KRKTPIDNWHIIESDHDVFTKMIKSYGIRDIIAREVVTLNFDELRETTQVYGLIFVSDYKDQKSNEYAAPNDPDDPDDPE
VKDFFFATKVVKNACATAALLSVLLNCDSSLETCKELKNLNRLSKRANSDDVGAAIGKSKMLRETNNSLSSPEINAVSSS
SECSDYHFVSYVFKNGFLWETDSTKSAPVKIKLSPAENWVDSVKGILEELIERTPFNNSFNLIAIVHDELSSYKRLFHEK
NMSANAYRNRIKLEKKTLEEAEKSSSTSLEYTASDQLVTKHVLRVLTKKYTKIEADLTVIKKKILKFTRKREEERINKVR



RKHDYYPFIDAFIRTLHNKSLLPDAPLGK*                                                  
>Pbla_Phybl2_188421                                                             
MSEAGNWCLIESDPGVFTELISGMGVKGVQVEEIYSLDESTMEELKPVYGLIFLFKWQKAEAVPSLAHSDNSPTDHIFFA
NQVINNACATQAILSILLNRDDIDLGDELRNFKEFTFDFPPDMKGLAISNSDLIRSVHNSFARSDPFVNEMKDPRGSKDE
DLFHFIAYLPIHGALYELDGLSSGPVNLGPCTDDNWTNKANEAISNRMGRYGNSELHFSLMALTRDRIEVYEEQIEEKDC
LLLSLPEDANAERNKINRERSYLEHRLHLEKEKRQMWHRENMLRKHNFIPLAYNLLRILAERKELTPLITQATQKVLAEN
ERKSKK*                                                                         
>Mcir_Mucci2_108009                                                             
MNAHAEDWALIPSDPAVFEDMVQQYGIEEVRVEEIFALEFLDESKDNTDLHGLIFISPYQEEALPYNFEKLDPLASDIVF
TAQVVRNSCATLALLAVLLNANINKGPILNSFLEYTQGFSPIDRGMCLGYHDQIRSIHHAYASNAYQLAEDAMDVSTAET
NENYEILVEDNYHYISYIYNNGYIWELDGLKWQPLRLSQCTHDNWIAEVKPIIQERMQDRQVGNISRQAMLF*       
>Mcir_Mucci2_162884                                                             
MIQQYGIEEARVEEIFALDLLDENKDNTDVHGLIFISGYVEEPLPDNFDQPDPLASDIVFTAQIVTNVCATLALLAVLLN
ANINKGALLNSFLEYTKDFSSIDRGMCLGNCQEIRSIHDAYASNAHHVAEDAMDISTEDGNANYEMVDTENYHYISYIYK
NGFVWELDGLKYQPLRLKQCTQEDWIAQVKPIIQERMQDRRQVDQLTAERQRARANSTRQKFDYFPFLHAFFKAGFQNKL
LHDTSKASTKDKETKIPARSTSTPMKRKPASKKTARKDS*                                        
>Mcir_Mucci2_156539                                                             
MTAEQDILISEEPQVPLEQDEDVVMKKKIKWLPLEANPDVWNKIIHDNGVDPGWSFTDVCGFDADSLAMIPQPVAAIIFL
FPITDAYEKFREKEETHLKVHEQNISPNLIYYKQTISNACGMMALLHSIANNNHLVVGPGVFQSILQATGSMSPEERAEY
LENCAELAKIHASGAHEGQTETPDITEQLRLHFICFVEVDDHLYELDGRRSFPINHGKCSNFVESTAKIMTQFVERNPEE
KEYSAIAFSQIPASQL*                                                               
>Mcir_Mucci2_184750                                                             
MSKESPPPGSNSWSPLEPDPGTFTKLCAQIGAQSVQVEQIKLLDREAIRNLRPIHGLIIIIKHKLESFISKDDTPTNTSN
HIYFSNQVVHDAYAMHALLNVLLNNSDTIDIGEELEHFKQFTSDFTSMLKGLTLTNSHVLRQAHNSLSGHTSNSESTSEI
YHSISYIKSDGHVWELDGLKRGPLKLGACNDNNWLDVAHQEISKRCEMYQRQNLKVTLWAVVEDRKLVYQRKLVEKLYVK
REIEYFLDTQEPEWRISMNVPHWEEEYKHTMAHNERNKRGKMAFNQLLGYCKSFEQLPLQDQDIIQSFLRQNASENKQDV
MDTWLQIQDEALRLYENLGLELEKQEIYEKSHASHHKEVTEKEDKHRPKTKAEKKLEQQQHKLKKQAKAAEAKKGFE*  
>Mcir_Mucci2_157051                                                             
MAEENTESKSIQRWVPLEANPEVWNEIIHKAGVDPKYNYVDVLGFDPELLAMLPSQVEAVVFLFPITEAYEKFKDEEEAH
LIKLEQSISPDVVFFKQTIANACGMIALLHSVASNDDEIVGPGLFNDIIEQAKNMSVDERVELLEHSKELAQLHASAATE
GQTAAPCSDDSIDLHFICFIEVDQHLYELDGRKLFPINHGKCTNLVESATKVMKQYMARDPNETNFSAIALCKTED*   
>Mcir_Mucci2_157096                                                             
MTDAGDWCLIESDPGVFTELISNMGCKGVQVEEIWSLDPEFTADLGQVYGLIFLFKWQSQKSYAPPADENADHVFFANQV
INNACATQAILSILLNRDDLDLGEELRNFKEFTADFPPDMKGLAISNSELIRSVHNSFARSDPFVNEMVDPNAGKDQDVY
HFIAFTPIHGALYELDGLSRGPVNLGPCDDANWVQKANEAIKKRMESYGSAALHFSLMALIRDKVEQMEEMIEETDGILL
SLSEDDVEARNRANQDRMMYEQVLQQEQEKRKKWHRENVLRKHNFIPIIYNLLRNLAEKDQLEPLVAQAKEKAKNRATQ*
>Mcir_Mucci2_114194                                                             
MSISNDTKKQRLRWIPLESNPEILNKMIHGHGVDPKWGFVDIYGFDDDALAVVPRPATAIIFLFPGSPAYDDFRAKDEER
LASNKQTISDNVIHFKQTIENACGMMALLHSLSNNRQINGDGLFKRIFDATRDMTYDKRGEYLETCSELATLHHDSACSG
QSHTPDIADPCTNHYISFVEVDGDIYELDGGRPFPVYHGKCNDFVKDTARIMQTFIDRDPNFNEYSAIALAKLEE*    
>Rory_7770                                                                      
MEEEISEQRPKIKWVPLEANPEIIHENGVDPKWNFVDVYDIYEKFKDEEEAHLIKCEQAISPDVIFFKQTISNACGMMAI
LHSIASNDKELIGPGLFHDIIEEAKNMSIDERVDLLENSKELAAVHQTAASAGQTEAPNKEEEIDLHFICFIEVDNHLYE
LDGRKILPINHGKSTNLIESSVKVMKQYMERDPAQQNYNAIALCQTEN*                               
>Rory_9988                                                                      
MADEGNWCLIESDPGVFTELISNMGCQGVQVEEIWSLDEGTMENLKPIYGLIFLFKWQNNKAHKEELPQIDTNADHVFFA
NQVITNACATQAILSILLNRDDIDIGQELRNFKEFTEDFPPDMKGLAISNSELIRSVHNSFARSDPFVNEIVDPDAGKDQ
DVYHFIAYTPIHGALFELDGLSRGPVNLGSCDENNWVIKANEAIMERMKQYGASELHFSLMALTKDQIELYEEQIEELDG
LILSLSEDLVEERNRLNHERSMLTHKLHLEKEKRQRWHRENTLRKHNFIPLIYNLLKHLAEKDQLQPLMAKAKSKSATGT
TSNKQ*                                                                          
>Rory_14049                                                                     
MNSSPSSSLPQTEKKSSETYRSISYLFSQGKLWELDALKDGPCVIERCSEKNWLGYLQTELLKKSEVYQPMVWAIVENRK
LVYQRKLTSKLFMKQEIEKILDDHQPNWRVTMRLWEEEYRYALESNRLMSSSYRHLPTKEEQGAIYDLFASQQENPLEIW
LQIHDDLLRSYESLGLEDEQEEMHEKDYTRRKHNYVPFIKSFIKALYEEGHLHNQLSL*                     
>Rory_16363                                                                     
MSFDLINIANQDESWALLPSDPEYGVKDVKVQEVYSLDFDYLKAESPVYGFIFASECREEELSNDFDEYDPAAEFIIYTT
QIITNICGTLALLAVLFNVDIYRGELLESFLNFTKDFSPINRGMALGNSPTIRNIHHAYARSKHESDCYTMDLDTDDLAD
SNQELTEVENYHYVSYIYKIGYIWELDGLKGRPIKLTACEEENWIDALKPILERRMNASNDEEIAFSLMAITHDPLSSKK
EELRIYNDCLQQINQVKGLEKEKIQISMNKFFNTYPNNDITGSRIMHELWLATTWHQDYVIMKKTTELNSIKESLNREIN
LAEQDSQEATADILRQKFDYFVFLEQLFRVAHEKNVLEQCEEYTKVTHIPKRRGRKPNLDKQKGPDGRKHTPKENKSSAK
QGVTEKITKGRRGRKPRSATVLA*                                                        
>Amac_AMAG_03188                                                                



MENGNWTLIESDPVRSTFVHAVVTVPACAWSPANGRDQVNACEQHARDVANHGVFTELIRAIGVQGLEVEEVWDLESYQA
TAGTEIFGFIFLFKYDSSLQGGRQPVPWDNVPNVFFANQVINNACATQAILSVLLNAPESVQLGNELTEFKAFTSEFDPE
LKGLAITNSDTMRNAHNSFARADPFVNENPVPDEDKEDNFHFVAYIPKHGTIYELDGLQQGPIIAGQYDQANPQSWVQHL
VPAIQARMAQFAGTEIRFNLMAVIGSKHEQLQATIQSLEQQMAHLDLADPTRNMLEQERSMAMNQLVVEQEKAERYRREN
LRRRHNYLPFALELLKQMARQGVLDPAIAKAKEDKKAKIAAHFAKKDS*                               
>Amac_AMAG_05756                                                                
MGRKKQLGSRLESNPEVLNEFVAKLGVPQDWTFCDVFGLDPELLAMVPPAIAVILLFPITDKYEAYRKTEDQRLLASPPA
VPASAYFLKQTIGNACGTIAVLHSVLNNADLLPLAGTPLDRILTTTKTMTPQERAKALEHNADIANAHSQVAQLGQTAAP
SADADVDLHFVAFVGVEGQLLELDGRRPFPIPHGPLGDQSLLDNVARVVRGFMQRDPDNLQFNLIALAQAE*        
>Amac_AMAG_10483                                                                
MENGNWTLIESDPGVFTELIRAIGVQGLEVEEVWDLESYQATAGTNIYGFIFLFKYDSSLQGGRQPVPWDDVPDVFFANQ
VINNACATQAILSVLLNAPDSVQLGNELSEFKAFTSQFDPELKGLAITNSDTMRNAHNSFARADPFVNEDPVPDEDKEDN
FHFVAYIPKHGTIYELDGLQQGPIIAGQYDTANPQSWVQHLVPAIQARMAQFAGTEIRFNLMAVIGSKHEQLQATIQSLE
QQMAHLDLADPHRNMLEQERSIAVNQLVAEQEKAERYRRENLRRRHNYLPFALELLKQMARQGVLDPATAKAKEDKKANI
AAHFAKKDS*                                                                      
>Amac_AMAG_12280                                                                
MAEKTAWVPLESNPEVLNEFVAKLGMPQAWAFCDVFGLDVLFIDAFIFIIQILNYEAYRKTEDQRLLASPPTVPASAYLI
LHSVLNNADLIPLAGTPLDRILTTTKRMTAQERAKALKHNADIANAHSQVAQLVQTAALSADATVEGELLELDGRRPFPI
PHGPFGDQSLLENVARVVREFMQRDPDNLQFNLIALAQAE*                                       
>Bden_Batde5_85969                                                              
MSAPVVPPNQYDVNMDNPLQGSPWADIESHPGVFTELASQIGIKGVEIAEIFSLDAEYLKAFEPIYGLIFLFEWHAEDTE
QSKIAADIKSIPEKIFFINQVVPDACATQALLSIALNSATIELDSSLVEFKQFCLELSPAMRGLALSGFQRLRVSHNSFA
RQTDISTLYYPVPQKRKYKKAVTKKPPQSVKGNLARVPVSISTDTSQKSSTGTTLKSRKAQQRKNMTSKTCDSNLEKSQT
TCNDKSAQPKYHFIGYVPIDDAVWELDGLKRMPKKLGNIPKNGDSWISIAISIIQKRMNSYSVEFNLLALIEDRVQMYEK
KKRLISTARECILKCEASEASPTSDFAVFLKEAELSVEDYAVLKSKLNVSTALEILDKSDRAIDCRIKEEAEKRQEYKDE
NIRRRFNYAPFIRKWFEIMIRNGSLASHIK                                                  
>Bden_Batde5_18748                                                              
MSGKWIPLESNPDVMNKYLGLLGVHSSLRFCDVWGLDPDLLQMIARPVKAVVLLFPITKKYEAFCKSEEAEIIRSGQTVS
PDLYFVRQTIPNACGTIGLLHALINNKDVLDLRDGPLFRMLERTMNKTPDERAAALEADQDLAEMHKLSSVDGQTEAPSA
DDEIDLHFICFIEKGGNVYEMDGRKPFPINHGPTTGDLLMASKQDSVAVIQRFMSREPEQVNFSILALAASQNNE     
>Spun_SPPG_02018                                                                
MGLNGTHSEPTISNETSSKTEGHSNAGQDVGPPPNMLDVSVGDELEASPWAMIESDPGVFTELAAKIGIKGVVVEEMFGL
GEECFEPLKPIYGLIFLFRWRDADTNESDVRGDIANDLFFMNQVVENACATQALVSIALNCDFLDIGEELSRFKTFTQDF
TPAMRGLALTNSHLLRTAHNSFSRQTDLPVLDYPIPEIHKNPGSRKRKLSETDEDAPFHFISYVPVNGIARYLMAVIGLM
SYNLQFENGWKEFSLMAVIKDRIETLRELQEDCARSLSAVRERLSHEESGLGIHPDTASSHLNELRDTMTKLESQQRATQ
RDLEDEIAKREKYHAENVRRRFNYGPFIRKYIEIVHRSGFLEDLLIA*                                
>Spun_SPPG_07360                                                                
MATAWTPLESNPTVMNKYMERLGVGDGVWAFTDVWGLDEELLQFIPRPAVAVVLLFPITDKACLSCYFPHAHNEEERLRR
EGQVVSPQIYFVRQTIPNACGTIGLLHALANNTDLLTLKEGPLQRILDQTKDKTPEERARVLELSADLASVHDESSQEGQ
TAAPPREQDIDTHFICFVQKDGHLYEMDGRKPCPINHGDCGDLLLDSVKVIKQFMERDPDNLNFTVIALAPSQESAAD* 
>Ttra_AMSG_00082                                                                
MSAATPTDARDRWKAVESNPEVFTNFAANLGVPEGKCMFSDIWGLDDDMLAFLPQPVMAVLLCRPSGLNKVDRPDPESVY
GDDGAPADPPFYMTQIDELGNACGTIAMVHALANTVSALDLADDSILRGFLDSVAEATPLVRGETFAANERIRSLHNGTA
SQGQSAQPESEASIAAHFICFAFHDGILYELDGRKPGPIPLARCSADGVAAAAAAAIKTYFMAPNPDEYNFSMVAYSLVP
PA*                                                                             
>Ttra_AMSG_11962                                                                
MADSWCTIESDPGVFTELIEKIGVEGVQVEELYSLDDETMASIEPIYGFIFLFKYDSSMSSSGQAETDASAHPGLFFAKQ
VINNACATQAIISVLLNVPQIEVGATLAEYKDFAASMDPELRGLALSNQETIKRMHNSFARPEPFVMESARATKEDDVYH
FVSYIPFGDSLYELDGLQAGPINHGPVGESWLAKAREVIAARIEKYASSEIRFNLLAVVKNRRTLYCEDIVAKKATLRAA
AAALQASTDGSALDGLDMPMIEAYGAVTPEELELSRISDPDAPSLVNGGEPLPADLAGLRALAASLPDEITILINKIQAE
KAKYAAWQLDNIRRKHNYVPFIVAMLKHLARKGELIPLINGATADA*                                 
>Ddis_XP_640403                                                                 
MSVDQELIETQKNWIPLEANPEVLTTFMQSLGVSKDWEFCDIYGIDEGLLEMVPSPCVAVILLFPITNEYEDKRYKLEKE
IEEKGQVLSDKVYFMKQYIGNACGTIGVIHSVLNNANVIEFNENGFFKQFLDKTTSLSTEERAISLLKNSEIEKSHEISA
LQGQSNVPQEDEPVVLHFVSFVHVDGHLYELDGRKPFAINHGESSAETLLKDTANVLQKMIDEDPKEIRFNLMGLVKKPN
EESEEEEEKEKEETK                                                                 
>Ddis_XP_638105                                                                 
MSENEGWCTIESDPGVFTELITKIGVKDIQVEELYTLDSSEYDRLKPVLGLIFLFKWEKEEENRTISDNENIFFANQVIQ
NACATQAILSVLLNSEGIELGEELSNFKSFVGDFPPMMKGEAIGNSELIKETHNSFTVQDPFIFSKKKNRKPSDAFHFIS
FIPFQGKVYELDGLKKGPYCLGDCTPDNWLEIATPFIQKRMEKYSQGEIRFNLMAVIKNRQTTLQEKILTLEKKKNDLEI
KLSELNSGSGGDNKEESGGATPTTKEDLNFMINVVNNDIEEANNEILMEQEKFRNWKDENIRRKHNFTPLILNLIKGLAE
KDNLQPLIQKAKDQISQKQQQHK                                                         



>Ppal_EFA84077_1                                                                
MSDSTTSSQQQTSSDHQPHENKELYETQKNWVPLEANPEVLTSFMQNLGVPEEWEFCDIYGIDSELLDMVPKPCIAVLLL
FPITNSYEQQRYKLEDDIKSKGQIVSDKVYFMKQYIGNACGTIGVVHSVLNNANVIKFKDGFFKNFLNTTTNLNVEQRAT
ALALNTEIEKSHEISALQGQSSVPDEDEPVILHFVSFVNVDGHLYELDGRKPFPINHSTTTEATFLEDVSKVLQKMIEEN
PEEIRFNLMGLVKSQSEEEEEEEEEEEKKEEQKENEEKNN                                        
>Ppal_EFA75836_1                                                                
MSDSGWCTIESDPGVFTELIEKIGVKDVQVEELYMLEPSEFNKIKPIYGLIFLFKWQSTTEDRTPAENENLFFANQVINN
ACATQAILSILLNSPDIDIGDDLNNLKQFTAGFPPMMKGEAIGELNILRDTHNSFARPEPFIFGSKPAKKDDDVFHFISY
IPFEGKIYELDGLKKGPFCLGECTDDDWLEKVSPIIQQRIEKYSQTEIRFNLMAVIKNRQTIYREQLAHFEKKKKAILLS
LSNIDTSVESQMDIDKPAAAGGAGADQEDFQLPTDKDQITGWTISTIDQIDLLTSNIGVVGDYKDHRGVYGLKVAGGDPS
VLEPTTVDGGDKG                                                                   
>Ehis_2_m00494                                                                  
MVEECWNKITTTAEIFQKYCSEIGVDEIHFEDVYSLEEQLDKETKGFIVSLPYPIQNIHFYENNYQTEHHPIFIQQTIGN
ICPLMAVIHILINSPSVKYQNDGVYGCFVHSLQQTQTKEEIAQCFQVFKQVHLQMSRECSTKEDEERENTHEVYHCIAII
PFDSYIFVLDGRKGSYCVLSLPSRSSFVSQALSFICDNAPSNGLFSVVSLR                             
>Ehis_60_m00182                                                                 
MENEKFNWNTIESDPGVFNEMVKNLGCDDIQFKEIFSFDDSATFERIKPIKGFILLFEYNKQTINYIRNEYSFIETNEYP
DIFFAEQVVQNACATQAILSTLMNIPNINLGPTLQQFKNQTLPLNPHERGLAIGNNEIIRKAHNDFAQPSEALENKISEK
LKGVEGRAYHFISIIPYNGILLLLDGLSEGPIIIGGADENWPITGMKPFFEGLINAMQGSLEFTLLAVVQDQIKKYQELY
ENALAEKKEYQIELYKDIIDEEKKIKEQQHKENKRRKHDYMPLALNLILFLGKRHKLEQEIEKQINEITKK         
>Acas_g2455                                                                     
MAEQQEQKAPVWLPLESNPDVLTKLAHGLGASPEWSFTDIWGLDDEVLDAQTPMFTAPVIALLFLFPSKEDAEARKLPAD
ESAAIPVYFLRQVRSLGNACGTIGVIHSLANLAKSGFPILGSGALQNFIDKTKDKTPEERGDLLAFDEEIRKIHDGFAQQ
GQTEAPGEGDRVDFHFISFLNVDNHVWSLDGMRAQPTDRGATSQETFLKDCAKIIKSEWLEKNKEEKLFSVIALTQLSED
D                                                                               
>Acas_g7577                                                                     
MADNWCTIESDPGVFTELIEEIGVKDCQVEELYVLDQENLQRLKPVHGLIFLFKWRADESDNRATESPFDTDVFFANQVI
NNACATQAILSILLNASKVDLGEELAQFKEFSQEFPPEMRGLAISNSDLIRRVHNSFSRPEPFIYSGGKQDESSEEVYHF
ISYLPYKGRLYELDGLKKGPINLGPCTEEDWLEKVCPEIQKRIEKYARSEIRFNLMAIIKNRVTVYKEQVQDFENQKADV
NTRLMDLQDGPEADNLRQQLALLNDQISTCQEAIKLEEDKRKNWRLENIRRKHNYIPFIMNMLKILAEKGQLVDLVERAK
SREAEEKERRKDKQ                                                                  
>Atha_AT4G17510                                                                 
MATASESSSSKRWLPLESNPDVMNQYLWGLGLAPDEAECNDVYGLDDELLEMVPKPVLAVLFLYPITKKSEEERIEQDKE
IKEKVHSDKVYFMKQTVGNACGTIGLLHAIGNITSEIKLSDGSFLDRFFKSTANMTPMERAKFLENDSQIEDAHSVAVIA
GDTPASEDADTHFICLACVEGELYELDGRKAGPISHGASSPATLLKDATKVIKKMIEKNPGSLNFNLIAISKRT*     
>Atha_AT1G65650                                                                 
MSWCTIESDPGVFTELIQQMQVKGVQVEELYSLDSDSLNNLRPVYGLIFLFKWQAGEKDERPTIQDQVSNLFFANQVINN
ACATQAILAILLNSPEVDIGPELSALKEFTKNFPSDLKGLAINNSDSIRAAHNSFARPEPFVPEEQKAATKDDDVYHFIS
YIPVDGVLYELDGLKEGPISLGPCPGDQTGIEWLQMVQPVIQERIERYSQSEIRFNLLAVIKNRKDIYTAELKELQRQRE
QLLQQANTCVDKSEAEAVNALIAEVGSGIEAASDKIVMEEEKFMKWRTENIRRKHNYIPFLFNFLKLLAEKKQLKPLIEK
AKKQKTESST*                                                                     
>Atha_AT5G16310                                                                 
MSWLPVESDPGIFTEIIQQMQVKGVQVEELYSLDFNSLDEIRPVYGLILLYKWRPEEKENRVVITEPNPNFFFASQIINN
ACATQAILSVLMNSSSIDIGSELSELKQFAKEFPPELKGLAINNNEAIRAAHNTFARPDPSSIMEDEELAAAKNLDEDDD
VYHYISYLPVDGILYELDGLKEGPISLGQCLGEPEGIEWLRMVQPVVQEQIDRYSQNEIRFSLLAVVKNRKEMYVAELKE
YQRKRERVLQQLGALQADKYAEKSSYEALDRELSEVNIGIETVSQKIVMEEEKSKNWKKENMRRKHNYVPFLFNFLKILA
DKKKLKPLIAKHHP*                                                                 
>Mgut_mgv1a009722m                                                              
MSWCTIESDPGVFTELIQQMQVKGVQVEELYSLDLDSLDSLRPVYGLIFLFKWRPGEKDDRLVIKDPNPNLFFASQVINN
ACATQAILSILMNSPEVDIGPELSALKDFTKNFPSELKGLAINNSEAIRTAHNSFARPEPFVPEEQRASGKDDDVYHFIS
YIPVDGVLYELDGLKEGPISLGQCSGGQGDIDWLRLVQPVIQERIERYSQNEIRFNLMGIIKNRKEIYTAELKDLQRKRE
RILQQLAALQSERMVDGGNVEALNTTLLEINGGIESATEKILMEEEKFKKWRTENIRRKHNYIPFLFNFLKILAEKKQLR
PLIEKAKQKANKS*                                                                  
>Mgut_mgv1a013013m                                                              
MADKPSAKRWLPLEANPDVMNQFLWGLGVAPHEAECFDVYGLDDELLEMVPKPVLAVLFLYPLTKQSEEERIEQDSAIKD
LSSEVYFMKQTVGNACGTIGLLHAVGNITSEINLVDGSYLDKFFKSTAKMNPSERATFLENDREMEVAHSVAATAGETEA
SDNVDTHFICFSCANGQLYELDGRRAGPISHGASSTSTLLKDAAKVIQKIIQKNPDSINFNVIAISKKTGELE*      
>Acoe_016_00130                                                                 
MSWCTIESDPGVFTELIQQMQVKGVQVEELYSLDIDSLNNLRPIYGLIFLFKWRPGEKDDRLVIKDPNPNLFFASQVINN
ACATQAILSILLNCPDVDVGPELSRLKEFTKNFPPELKGLAINNSEAIRSAHNSFARPEPFVSEEQKVATKEDDVYHFIS
YLPVDGVLYELDGLKEGPVSLGKCSGGQGDLDWLRMVQPVIQERIERYSRTEIRFNLMAIIKNRKEMYTVELKEFQRKRE
RVLQQLNAAQAERKTESSIEALHKSLAELNSGIQSATEKILIEEEKFKKWKTENIRRKHNYIPFLFNFLKLLAEKKQLKP



LIEKAKEKSSKNMQS                                                                 
>Acoe_051_00034                                                                 
MSWCTIESDPGVFTELIQQMQVKGVQVEELYSLDVDSLNNLRPIYGLIFLFKWLPGEKDDRLVIRDPNPNLFFASQVINN
ACATQAILSILMNCPDVDVGPELSRLKEFTKNFPPELKGLAINNSEAIRSAHNSFARPEPFVAEEQKVATKEDDVYHFIS
YIPVDGVLYELDGLKEGPVSLGKCSGGQGDLDWLQMVQPVIQERIEKYSRSEIRFNLMAIIKNRKEMYTVELKEFQRKRE
RVLQQLNAAQAERKKESNIEALRKLDSNIEALHKSLAELNSGIQSATEKILIEEEKFKKWKTENIRRKHNYIPFLFNFLK
LLAEKKQLKPLIEKAKEKASKNMQS                                                       
>Acoe_053_00013                                                                 
MMATTSITTASGKKKWLPLEANPDIMNQFLWGLGLPEDEAEFYDVYGLDDELLEMVPKPVLAVLFLFPITAETEAERILE
KESVKKEPSDKVYFMKQTVGNACGTIGLLHAIANVSSEIKFAEGSYLDKFFQSTAKMDPLQRAVFLEKDSEMEAAHSVAA
TAGETEAPNINESVDTHFICFTSVDGELYELDGRKSQAISHGASSPSSLLQDATRVIKAMIQKNPDSINFNVIVLSRKTE
GAF                                                                             
>Bdis_3g06000                                                                   
MSWAAVENDPGVFTELLQQMQLKGLQVDELYSLDLDALKDIQPVYGLIILYKWRPPEKDERPVIKDAVPNLFFANQIINS
ACATQALVSVLLNSSGITLSDDLRKLKEFAKDLPPELKGLAIVNCESIRVTSNSFARSEDSEEQKASSKDDDVYHFISYV
PVDGVLYELDGLKDGPISLGKTPGGAGDIGWLRMVQPVIQERIDQFSQNEIRFSVMAITKNRKEMYIVELKELQRKRENL
LSQMGDPSVNRQRQSVERSLAEVAAQIEAVTEKIIMEEEKSKKWKTENIRRKHNYVPFLFNFLKILEEKKQLKPLIEKAK
QKSPNPK*                                                                        
>Bdis_3g50470                                                                   
MRRENAKCAAHRSEHKTHQSAHAPLIRLPRCYPVFLVSILARLCSSSRVLPPRAEKMGKRWIPLEANPDVMNQFMWGLGV
AEGDVQFCDVYGLDDELLAMVPQPVLAVIFLYPLTSKDEKVEEYDASATSTAGGKDSSKVYFTKQTVGNACGTIGVIHAI
GNAASNIKLVEGSYFDRFYKQTAGMDPVQRAAFLEEDDEMEGAHSIAASAGILQFISLLRGMLLFIQKLKLDSLHDLMQK
FNLEHRTLEVNVDVNEHFVCFSCVDGELYELDGRKSKPISHGPSSPDTLLQDAAKVIKARIATNPDSMNFNVMALSKQ*M
RRENAKCAAHRSEHKTHQSAHAPLIRLPRCYPVFLVSILARLCSSSRVLPPRAEKMGKRWIPLEANPDVMNQFMWGLGVA
EGDVQFCDVYGLDDELLAMVPQPVLAVIFLYPLTSKDEKVEEYDASATSTAGGKDSSKVYFTKQTVGNACGTIGVIHAIG
NAASNIKLVEGSYFDRFYKQTAGMDPVQRAAFLEEDDEMEGAHSIAASAGDTDVNVDVNEHFVCFSCVDGELYELDGRKS
KPISHGPSSPDTLLQDAAKVIKARIATNPDSMNFNVMALSKQ*MRRENAKCAAHRSEHKTHQSAHAPLIRLPRCYPVFLV
SILARLCSSSRVLPPRAEKMGKRWIPLEANPDVMNQFMWGLGVAEGDVQFCDVYGLDDELLAMVPQPVLAVIFLYPLTSK
DEKVEEYDASATSTAGGKDSSKVYFTKQTVGNACGTIGVIHAIGNAASNIKLVEGSYFDRFYKQTAGMDPVQRAAFLEED
DEMEGAHSIAASAGDTDVTTPIPFFLLCPLDIASNIVVLSRHSSVHITSPWDVVIHTKAEIRQPP*              
>Bdis_3g55860                                                                   
MSWCTIESDPGVFTELIQEMQVKGVQVEELYSLDVDSLSELRPVYGLIFLFKWVAGGKDERPVVNDPNPNLFFARQVITN
ACATQAILSILMNRPEIDIGPELSNLKEFTGAFAPDMKGLAINNSDSIRAAHNSFARPEPFVSDEQKVAGKDDDVYHFIS
YLPFEGVLYELDGLKEGPISLGQYSGGPNDLGWLQMVQPVIQERIERYSQSEIRFNLMAIIKNRKDVYTAELKELEKKRE
QILQEMNKTTAAESLNSELSEVASAIETVGEKIMMEEEKFMKWKTENVRRKHNYIPFLFNLLKTLAEKKQLKPLVEKARQ
QKTPSASTS*                                                                      
>Bdis_5g25427                                                                   
MAAQQPSSASTHHSGDRWPPLESSPEVFNQFMWSLGVPQGEAEFHDVYGLDPEALAMVPQPALAVLFCFPDPPEDPSNPQ
EQVLAKEEKTTSDEVYFIKQIDSLGNACGTIALLHAVGNACSEISLLENSCLDLFFKSTASMDPYERARVLDKDDDMETA
HSLAASAGDTELRDIVEEHYICFMVLNGTLYELDGMKGGPIKHGSSSPESLLQDAVHIIKAIMHKIPNSMNFNVMVLSRK
PK*                                                                             
>Sbic_01g042110                                                                 
MSWAAVENDPGVFTEMLQQMQLKGLQVDELYSLDLDALNDLQPIYGLIVLYKWRPSEKDERPVIKDAIQNLFFANQIINN
ACATQAILSVLLNSPGITLSDELKKLKEFAKDLPPELKGLAIVNCASIRMLNNSFARSEVSEEQKPPSKDDDVYHFISYV
PVDGVLYELDGLKEGPISLGKCPGGVGDTGWLELAQPVIKEHIDLFSQNEIRFSVMAILKNRKEMYTVELKDLQRKRESL
LQQMGDPSAIRHVPSVELSLAEVAAQIESVTEKIIMEEEKMKKWKMENLRRKHNYAPFLFNFLKILEEKQQLKPLIEKAK
AKQKSHGPSPR*                                                                    
>Sbic_04g033120                                                                 
MGKRWIPLEANPDVMNQFIWGLGVPEGDVQFCDVYGLDDELLAMVPQPVLAVLFLYPLTSLDEEEKEESSASATSTTRGK
ELSKKVYFTKQTVGNACGTVGVIHAIGNAKSQIKLVEGSYFEKFYKQTADMDPIQRATFLEEDDEMEDAHSVAASAGDTD
ANVDVNEHFVCFSCVDGELYELDGRKSQPTSHGPSSPETLLQDAAKVIKARIAENPNSMNFNVMALSKK*          
>Sbic_04g037680                                                                 
MSWCTIESDPGVFTELIQQMQVKGVQVEELYSLDVDSLSQLRPVYGLIFLFKWIPGEKDERLVVRDPNPNLFFAHQVITN
ACATQAILSVLMNRPEIDIGPELSQLKEFTGAFTPDLKGLAISNSESIRTAHNSFARPEPFISDEQRAATKDDDVYHFIS
YLPFEGVLYELDGLKEGPVNLGQCGGADDLDWLRMVQPVIQERIERYSQSEIRFNLMAIIKNRKEVYSAELEELEKRREQ
ILQEMNKTAATESLNNSLTEVISAIETVREKMVMEEEKFKKWKTENIRRKHNYIPFLFNLLKMLAEKQQLKPLVEKAKQQ
KSSSPSTR*                                                                       
>Sbic_06g024310                                                                 
MVKRWLPLEANPDVMNQFMWGLGVPEDVGFCDVYGLDDELLAMVPQPVLAVILLYPQDRIKESQASATSSVETKEPSKNV
YFTKQTVGNACGTVGIIHALGNATSRIKLAEGSYFDRFYKRTADMDPSQRATFLEEDEEMENAHSITATAGDTEAKDGVI
EHYICFSCVDGELYELDGGTSQPIPHGPSTPDTLLQDAAKVIKARLSMYSQSNNFNVMALSGKVI*              
>Sbic_06g032100                                                                 



MELPSSPSASVPASAGERWPPLESTPEVFNQFMWSLGVPEDDMEFHDVYGLDDDALDMVPQPVLAVVLCFPDPPQDASYP
SEQLLFSGEKETQDQVYFIKQIKSLGNACGTIALLHAVGNASSEVNLVENSCLDLFFKSTASMDPNERAVFLEKDDAMAR
AHSLAANAGVTEDVVPVIKAIMCNIPNSINFNLMVLSRKEK*                                      
>Sbic_07g023880                                                                 
MSWAAIENDPGVFTELLQQMQLKGLQVDELYSLDLDALSDLQPIYGLIVLYKWRPPEKDERPVIKDAIPNLFFANQIINN
ACATQAILSVLLNSPGITLSDELKKLKEFAKDLPPELKGLAIVNCASIRMLNNSFARSEVSEEQKPHSKDDDVYHFISYV
PVDGVLYELDGLKEGPISLGKCPGGIGDAGWLRLVQPVIKEHIDMFSQNEIRFSVMAILKNRKEMFTVELKDLQRKRESL
LQQMGDPSAIRHVPSVEQSLAEVAAQIESVTEKIIMEEEKSKKWKTENLRRKHNYVPFLFNFLKILEEKQQLKPLIEKAK
AKQKSHGPSAR*                                                                    
>Osat_LOC_Os02g08370                                                            
MSWAAIENDPGIFTELLQQMQLKGLQVDELYSLDLDALNDLQPVYGLIVLYKWQPPEKDERPIKDPIPNLFFAKQIINNA
CATQAIVSVLLNSPGITLSEELKKLKEFAKDLPPDLKGLAIVNSESIRLASNSFARPEVPEEQKSSVKDDDVYHFISYVP
VDGVLYELDGLKEGPISLGKCPGGVGDIGWLRMVQPVIQERIDRFSQNEIRFSVMAILKNRREKFTLELKELQRKRENLL
AQMGDPSANRHAPSVEHSLAEVAAHIEAVTEKIIMEEEKWKKWKTENIRRKHNYVPFLFNFLKILEERQQLKPLIEKAKQ
KSHSSANPR*                                                                      
>Osat_LOC_Os02g43760                                                            
MGKRWIPLEANPDVMNQFMWGLGVAEGEAQFCDVYGLDDELLAMVPQPVLAVLFLYPLTSLDDDEEESGAAATSTAGDKD
LSKRVYFTKQTVGNACGTVGVIHAIGNAASKLKLVEGSYFDRFYKQTVDMDPVQRAAFLEEDDEMEDAHSVAASAGDTDA
NVEVNEHFVCFSCVDGELYELDGRKSQPICHGPSSPDTLLQDAAKVIKARIASNPDSMNFNVMALSKVV*          
>Osat_LOC_Os02g57630                                                            
MSWCTIESDPGVFTELIQEMQVKGVQVEELYSLDVDSISELRPVYGLIFLFKWMAGEKDERPVVKDPNPNLFFASQVIPN
ACATQAILSILMNRPEIDIGPELSNLKEFTGAFAPDMKGLAINNSDSIRTAHNSFARPEPFVSDEQRAAGKDDEVYHFIS
YLPFEGVLYELDGLKEGPISLGQCSGGPDDLDWLRMVQPVIQKRIERYSQSEIRFNLMAIIKNRKDVYTAELKELEKRRD
QLLQEMNESSAAESLNSELAEVTSAIETVSEKIIMEEEKFKKWRTENIRRKHNYIPFLFNFLKMLAEKKQLKPLVEKAKQ
QKASSTSTSAR*MWTLLVNCVYGLIFLFKWMAGEKDERPVVKDPNPNLFFASQVIPNACATQAILSILMNRPEIDIGPEL
SNLKEFTGAFAPDMKGLAINNSDSIRTAHNSFARPEPFVSDEQRAAGKDDEVYHFISYLPFEGVLYELDGLKEGPISLGQ
CSGGPDDLDWLRMVQPVIQKRIERYSQSEIRFNLMAIIKNRKDVYTAELKELEKRRDQLLQEMNESSAAESLNSELAEVT
SAIETVSEKIIMEEEKFKKWRTENIRRKHNYIPFLFNFLKMLAEKKQLKPLVEKAKQQKASSTSTSAR*           
>Osat_LOC_Os04g46190                                                            
MGKRWLPLEANPEVMNQFMRGLGVPAEAGFCDVYGLDDEMLAMVPQPVLAVILLYPQDRKKESVASPSSTVESKKLSKNV
YFTKQTIGNACGTVGIIHAIGNALSRIKLVEGSYFDRFYKQTADMDPAQRASFLEEDEEMEKAHSVAVSAGDTEAKDGVI
EHYVCFSCVDDEIFELDGGNSQPISHGPSSPDSLLQDAAKVIKARIAQYPGSLNFNVMALSKQ*                
>Osat_LOC_Os04g57190                                                            
MAAVPSAAAPPVPVSPGERWPPLESSPDVFNQLMWSLGVPEDVAEFHDVYSLDADALEMVPQPVLAVVFCFPDPTQDASN
PSQHLLITGEKETLFFIKQIESLGNACGTIALLHAVGNAYSEISLSENSFLDMFIKSTSGMTSYERAVFLEKDDDMARAH
LSAASAGDTKLSDDVEEHYICFVECDGTLYELDGMKPGPINHGPSSSKSLLQDAVNIIKATMHNIPNSVNFNVIVLSRKA
E*MAAVPSAAAPPVPVSPGERWPPLESSPDVFNQLMWSLGVPEDVAEFHDVYSLDADALEMVPQPVLAVVFCFPDPTQDA
SNPSQHLLITGEKETLFFIKQIESLGNACGTIALLHAVGNAYSEISLSENSFLDMFIKSTSGMTSYERAVFLEKDDDMAR
AHLSAASAGDTKLSDDVEEHYICFVECDGTLYELDGMKPGPINHGPSSSKSLLQVLQFCELGVAAVMSQNRT*MFLSCLL
QQETLFFIKQIESLGNACGTIALLHAVGNAYSEISLSENSFLDMFIKSTSGMTSYERAVFLEKDDDMARAHLSAASAGDT
KLSDDVEEHYICFVECDGTLYELDGMKPGPINHGPSSSKSLLQDAVNIIKATMHNIPNSVNFNVIVLSRKAE*       
>Smol_XP_002971076                                                              
MADEAPVAKRWLPLEANPDIMNQFCHSLGLSEAAAFYDVYGFDDDLLAMVPAPVLAVLFLYPINAESEAASKSQEEKLRR
EGQNESVYFMKQTVGNACGTIGLLHAIGNNTSQIQHGNTKIFPAEGSYFKRFFESTSKLSPSERASYLENDRELEGAHCV
AAAAGDTAPPAIDTPVNLHFICFVCVDGGLYELDGRKEQPVYHGPSSPSSVLKDSVKVIQNFISMNPGSLDFNVISLSKT
ENPET                                                                           
>Smol_XP_002969347                                                              
MSWCTIESDPGVFTELIQQMQVKGVQVEELYSLDLESLSLLRPVYGLIFLFKWRPGEKDTRPTVKDNKSIFFASQVINNA
CATQAILSILMNRVEIDIGPELSMMREFAKDFPPELKGLTINNSEAIRTAHNSFARPEPFVPDEQKFADKDDDVYHFISY
LPVDGVLYELDGLKEGPISLGECGSGDADSMEWLKMVQPVIQERIEKYSKSEIRFNLMAVIKNRKDLYNQQLAELDKRKT
EISGDDGMDVDSKSGSGNEELAQIDAEIARLTEKITQEDEKFKKWKTENIRRKHNYIPFLFNFLKILAEKKQLKPLIEKA
RQKT                                                                            
>Smol_XP_002962012                                                              
MADEAPGAKRWLPLEANPDIMNQFCHSLGLSEAAAFYDVYGFDDDLLAMVPAPVLAVLFLYPINAESEAASKSQEEKLRR
EGQNESVYFMKQTVGNACGTIGLLHAIGNNTSQIQHGNTKIFPAEGSYFKRFFESTSKLSPSERASYLENDRELEGAHCV
AAAAGDTAPPAIDTPVNLHFICFVCVDGGLYELDGRKEQPVYHGPSSPSSVLKDSVKVIQNFVSMNPGSLDFNVISLSKT
ENPET                                                                           
>Smol_XP_002970680                                                              
MSWCTIESDPGVFTELIQQMQVKGVQVEELYSLDLEALSLLRPVYGLIFLFKWRPGEKDTRPTVKDNKSIFFASQVINNA
CATQAILSILMNRVEIDIGPELSMMREFAKDFPPELKGLTINNSEAIRTAHNSFARPEPFVPDEQKFADKDDDVYHFISY
LPVDGVLYELDGLKEGPISLGECGSGDADSMEWLKMVQPVIQERIEKYSKSEIRFNLMAVIKNRKDLYNQQLAELDRRKN
EISGDDGMDVDSKSGSGNEELAQIDAEIARLTEKITQEDEKFKKWKTENIRRKHNYIPFLFNFLKILAEKKQLKPLIEKA



RQKT                                                                            
>Php_XP_001771644                                                               
MGDVGKKRWLPLEANPDVMNQFLHGLGFPSDVGCHDVFGFDDDLLAMVPTPVLAVLLLFPITKEVSENVYFMKQTVGNAC
GTIGLLHAVGNVAAQVDLAEDSYLQRFVKKTSVMSPDEKAHFLETDTELETAHSVAACGGDTAPPDISSSVDLHFICFVC
VDGGLYELDGRKKQPIYHGPSSQETLLKDSVNVVQEFMARNPESMNFNVIALAKES                        
>Php_XP_001754802                                                               
MSWCTIESDPGVFTELIQQMQVKGVQVEELYSLELESLSQLRPVYGLVFLFKWRAGEKDGRPVLKDYNPNLFFASQVINN
ACATQAILSILMNRPEIEVGPELSTLKEFTRGFPPELKGLAINNSEAIRTAHNSFARPEPFVAEEQKVADKDDDVYHFIS
YLPVDGVLYELDGLKEGPISLGECGGEGPDSMDWLQMVQPVIQERIEKYSKSEIRFNLMAVIKNRKDIYNEEMTQLEMRR
ARLWDRIEKLEGKRDDTMDFADVESELAKVQDKIAMEDEKFRKWKTENIRRKHNYIPFLFNFLKILAEKKQLRPLIEKAR
QKT                                                                             
>Crei_XP_001696392                                                              
MEWTTIESDPGVFTELIENIGVKGVQVEELWSLDQLRELSPVFGLVFLFKWKKEPVRPATTTDAGQVFFAKQVISNACAT
QAILNILLNVKAPGLDLGTELANLREFVSDFDPTMKGLAISNSDLIRTAHNSFARPEPLVPDNDKDDEKSGDAYHFISYV
PVGGKLFELDGLQEGPIELCDCTDDDWLDKVGPHITARMERYAASEIRFNLMALVGNRVDIFSSRLAAATAQRDQLAAAA
AAADGMSDEDLAHAQAKLLEAETEVANLQEALAAEQAKHRTWHEENVRRKHNYVPCLFQLLKLMAARGQMGPLLERARRP
AAAGGGNGTKQ                                                                     
>Crei_XP_001693264                                                              
MAGEKKWIPLESNPDVLNEFISKLGIDAAKYSFSDVFGLDEELLAMVPQPVVAVVMCYPITDESDALAKTEDEEQVAKGV
AVDPQVFYMKQTIGNACGTIAVLHSIGNNLEQLSPAAGSFCAQFFGATGGMSPAEVGRYLEHPPAGAPDIEEAHQAAAAG
GDTAPPGADEEVNLHFVALVHRNGQLWELDGRRGAPVCRGPSSPDTLLADAAKVVKDFVS                    
>Vcar_XP_002957978                                                              
MEWTTIESDPGVFTELIAQIGVKGVQVEELWSLDQLKELSPVFGLIFLFKWRKEAGKRQTTPGGAQGVFFARQVITNACA
TQAILSILLNCPGLDLGTELSNFREFVADFDPNMKGLAISNSDLIRTVHNSFARPEPLVPEEDKDEEKGGEAYHFISYVP
IGGKLYELDGLQEGPIELCECTTSDWLDRVGPHIAERMERYAASEIRFNLMALVGNRVELYGSRLAAVAARREELAAAVA
AAAASVRVKVGLQVQLLETETEVANLQEALAAEEAKHRAWHDENVRRRHNYVPFLFHLLKLMAARGELGPLLERAR    
>Vcar_XP_002957233                                                              
MSNAKKWVPLESNPDVLNEFVSKLGLDVSEHSFSDVFGLDEELLEMVPKPVIAVILCYPVTSESDALAKKEDEEQAAKGM
PVDAKLFYMKQTIGNACGTIAVLHSIGNNLSTMDPADGSFLQQFFSATSGMSAAEAGKYLEEPPSGAPSIEEAHQAAAAA
GDTAPPSADEDVDLHFVAFVHKDGQLWELDGRRAGPVCRGPSSSETLLQDAARVVQDFISRSSSLTFNVLALTATAGGGA
>Cvar_EFN55337                                                                  
MGKKWIPLEANPEVLNEFAQKLGVSLNGYEFCDIYGLDEELLAMVPRPVIAVLLLFPITDATEAARKQEKEEIDAKGQEV
SPSLYYMKQTIGNACGTIALLHAVANNRQALGLAEGSFLQQFLEVTAGMGPAERGGYLESPPEGAPDIDSIHEAAAQQGD
TAAPSADEEVNLHFAAFVCREGAIYELECRKASPINHGPCAGEELLEAAARVVREKFVERADSIQFSLIALAAAQGGS  
>Cvar_EFN54569                                                                  
WTTIESDPGVFTELLDRMGVKGVQMEELWSLDDDSLNSLQPIYGLIFLFKWQKEEDERPVATDYEERGVFFASQVIHNAC
ATQARRCPCSRRSFRSPAIVSVLMNRPELEIGPELSQLREFTRGFPPDMKGLAIGNSETIRSVHNSFSPPQPILPPEERD
DDKGEAFHFIAYVPVGGCLYELDGLKEGPIKLADCSEGDWLTKAAAAITARIRRYAASEVKFNLMACIEDRRQKHQRELA
QQRRLQVRLRGPHSAATQRSWDGAAGLAGQAGMPARSLACPRLQAQLAMEEERRGRWRDENVRRRTDYIPFAFQLLSALA
ERGQLQPLVQKAQ                                                                   
>Otau_XP_003081381                                                              
MGDAHDGVGASYAGVEGRVGVKSRDGERAGGRIEGEIRWKTPELVAEDAREGRRDVEGLETCSTSDDSRPCSRADAVKRE
ISGGGGKNSPEFERAWTAARKRFSEEAVRGDGARMRRELNAMGQRELQALFVEMFEKVTTSNNNQWLRRRISAGLGLDDH
AEQTSATSEHTKPVVDERSSKRQSSRRGSIDAARARVKVEEPWRATKTPNSDDAAEFTPDGIRKSRRAVKPKTIFDSDAF
PSAAKVSEEKRKERRRRELQERTEMLTSQGVSEHHGGKLCVGRRVRVYWPLEGTFFAGVVSSYNSRTGLHHISYDDGDEE
EILLATPGDSSPARATISIEHPAIDSPETNSSDWPALKRCHPDAFKSLPPAGKQWDHPRGVGNKWLDVGKLVWGRVRGHG
WWPGQVRDKDETHNTYEISFFDNSVARVHEQDLLSFSMFYGELVQAKKTKAYAEAVSRASKEYESHRRQTLKRRTKKNER
AVTPVVTEEPRIWHFERESARKPQKRSKPDIAEDVAIISEKKSKQLPLVEPVVFGAPKAPKTLNDLTKSLDAILKKVLPI
AQDSLEVINKHLSDTAVVKPEDEEQSLIAADERVVVLDELASIESLIAWSKEGKTKMPPPSTTPDLAFMTNGWKSASGNF
SSSDSKKLLRQASQELLGGHLDAIQWSMDFADPMGLNAARCFEEEDARATAPSTPEQYGVDHDGAYFQNTVISDSCATMR
TNFDAEKPTVAGANIVSARRPQRKRPHSLTLRFAMPKKWLPLEANPDVMNAFAHELGLSPSLAFHDVYGFDDDLLEFIPE
PCVAVLMLFPLTPRTESVAGVDAPAPDAVSSVWFARQTVSNACGTMGVIHAALNAKDAVVPGSRLESLRAACEGSDPDAR
ARVIENDDALEAAHVCASTEGQSAVPNADEVIDLHFVALVERDGGVWELDGRKPAPVYHGATTGSGLLRDAVPVIRKYME
AAEGSIHFNAIALAASLDAGAQSREYLSLWRDETRARCRGDRSPSECYAWAMDAASRGGVPEWGRAPPNDGARYNADPDG
RALDVVVLDCGGSGGSERREASESESDDDSGEQSPERKQRRLAIKHLTNFPNRILHLTRIHPHVPVPFIQPQRTNIILID
VQRNNRRFRNARPTPRPRRSGSTAMPLKYAKYDCSVNPNAKGTFATIFSLLALAPNAGSDVTSTHPKTSAFASLGATSAS
SAVARNSTNAAPDQRIFATSPSSTVFVVLGASNARAVVLATTRSCVSNASPSPVTCVTTHDALSSSTAVEGDDFMHWLSC
ACKDDGIASRVRVNGACAVTKARGIEAVRPLAPGEVIFSIPYSLVMETRLASDASEADGRGEAWSSAMAMDILELKRDCD
GAGASRRRWLEELPCPAPSTPAMDFNEEELAMIEDERVRAEAIRVRTAHERDVVTYADRLAHIGASADDFREARNVVHSR
VFARRDGDCVSKLLVPGVDMVNHSSTLANAIVRVVTSPENCQGRAATEEIADVSSSSSAACDVVTEDKYFQLVVDPDGET
IDCGDEVLISYGAFPNDPFLMYFGFVPDDNPNDTVILFDDVDELFEFIERDETLAAKALRMDDDAKSRARAVSPSALSCT
IDAVDGALIQICDGIIQIPWLDVVRARCRNILTGGRFSTKIAEDVALARSNTLSPNAALALAFRLHKKAILIAPLGQSLA



QYEPTA                                                                          
>Otau_XP_003079348                                                              
MEWTTIESDPGVFTELARAIGVRGVAFEELYTLEADELKRLEPIYGLIFLFKYRGDDGGEVCAIDAEAESKGVFFARQMI
QNACATQAVLSVLLNADDKLELGETLSAFKEFTSEFDAETKGLAISNSDVIRDAHNSFARPEPIVLQSRPAREDDDVFHF
VGYVPKGKVVYELDGLRQGPINHGHFGNEDDDKTWLDVAVPAIQRRIAAYSTNEIKFNLLAVTKDQRISLRERIAELQGI
GDSIGDSLAKEITQLSSELAYLESKAEDWRNENIRRRWNYLPFIFGLLREVAAKKQLMSAFEIAKKNREKGASDGQTH  
>Mpus_Micpu149579                                                               
MGKKWLPLESNPEVMGSFAHTLGLPADVGFHDIFGLDPDLLAMVPQPVHAVLLLFPITDKSEALSASEAAVIEQNGQTLS
EKVYYMRQTIGNACGTIGVLHAVGNNAEKYAFAPGSYFASFFGKTKGMTPEEKAAYLENDDGIEAAHGSAVAAGETDVPS
LETQINLHFVALVHVDGGLYELDGRKKTPVYHGATTAETLLADAAPVIKKFMDVAEGDINFNAIAMAPFQ*         
>Mpus_Micpu126692                                                               
MDWTTIESDPGVFTELIQEMGVKGVQVEELYALDEDLLKSMAPVYGLIFLFKWRSGDPPSAPVETDANANGVFFASQVIT
NACATQAILSILMNCPPSVTLGAELANMKEFTAEFDADLKGLAISNSETIRKAHNSFARPEPIMEPEREAKKDDDVFHFI
AYMPVNGVLYELDGLKKGPISHGACTDDDWMGKACPVIQSRIEKYASSEIRFNLMALIKSKRDALEERAQTLEGRKQRCL
SALGGGGGGGGGEGMDVDDPDGPLPVGDDALNAEVARIEVEIARSRGEVEAELERRGRWRDENIRRKHNYIPFIFNFLKV
LAEKKKLEPLIEKARGKGA*                                                            
>Cmer_CMO018C                                                                   
MASSVDDGADSEGGWCTIESDPGVFTAMITELGVKGVQVDELVDLSEEAFVAANLACPVFGLIFLFKYDQVLAAPASEPL
STAETPHHLIFSRQVIRNACATQALLAVLLNARQRGLQLGPLLTEYAEFAQALDAETRGELLANARDICAVHNSFSPLRG
ILLEEDPSLRNLLPREDVFHYVSYVPLGGKVYELDGLQTGPSAVGTFDASLLAPGTPDSKQQLPTAEAQHHNDLAWVCVA
LRAVRQRISRASNQELRFSVLVVHRDPRPELQVRASGGDQVAASLLAQEEAKHARWQLDTTLRRMDLVPLAIRLLILFAD
HGHFVELLEEAKRKREQQVANHAEHS                                                      
>Cmer_CMQ026C                                                                   
MARVLGSVAAQPKWVPLESNPDLWNEYMYHLGVEGGRPAFVDVLSLTEAVAQLPQPVHALVVCFPLGAREASSPVRTVGS
DVCYYFCAQTVQNACGTMALLHAVLNNCERASIQLRPSSVLEKLQAHARDFPNATPLERAEFLEGDEALAAAHDAYAAAG
QTTAPAPDTDTDLHFICLIRDRSGRRLLELDGRKHGPVDHGETNAETFVEDACRLIQNKFVQRGPYLTVMALCG      
>Cpar_5682Contig36978                                                           
MATKEKVWLPLESNPEFLKQLGVTTDAYSFTDILGSLAAYECAAPSLTPLSNAMPVLAVLLLFPLSAKIEAAKDAFAEGA
TRKHDEHGLLFIKQTIGNACGTIGLLHATANNADALSSRRGGAAAGYLKNFMEKARGSTPQERAAFLQEDDEIEHLHEAL
ANEGQSEARPAAPARAPRARRGGSGGLYEMDGRAAGPLYHGPTTPETLLQDAVKAIEERFMRADPDQLRFGMVALAPALD
*                                                                               
>Cpar_31283Contig9026                                                           
MKGLAISNSETIRTVHNSFARPEPFVIEEDKKATKDDDVYHFISRTRASYVPVNGVLYELDGLKPGPIDLGPCTKDDWLQ
KVAPVIQARIERYASSEIRFNLLALVRSATPLMQ*                                             
>Cpar_31285Contig9026                                                           
MEEIYSLDADMMRELPVFGLCFLFKWRHEKDDRPVVKEPREGLFFANQVQGTRWARVGLK*                   
>Esil_CBN75420                                                                  
MAEAEALSAPSPFKSDKGRKRWFPLESNPDVMNKYIAKMGWPAGAYSFTDVYSTEDWALAMVPQPVLGVVMLFPIKESTE
KHREEEAARVRESTESLNPKLYFMKQTVGNACGTVGLLHCALNASISKGITLDKECFLHRFWEKTRQLTPAQIAQALHDE
DELEEVHEEAAQEGQSDQIAREEKINTHFVCLTEMDGTLYELDGRKEGPVPHGSTSPATLLQDACAVVKQFMDRDPGELR
FTIVALAPTATDDA                                                                  
>Esil_CBJ27410                                                                  
MHFIEVPTFDCAAHVEELYSLDESNFKDIRPVYGLVFLFKWTGDDERHTTESQDEPGLFFARQVIQNACATQAILSVLLN
CANKIDIGETLSDFMTFTRDFPPEMKGLAISNSETIRSVHNGFSRQEPFVTEGKDDGGENQDAFHFVAFVPFNGKDSGSF
QGKRT                                                                           
>Esil_CBJ27409                                                                  
MWVRFGNTPADPTAANTPTQSRLSFGHLSSARKRCSMSGTWCTIESDPGVFTELIESIGVHGVQKVLDREVSRDGDAGYC
LAKRVRHQVYYGASADLLCKGMGNQCTAGACMRAAAQVYAGDGTDGVPAETVRAMCKS                      
>Ngad_04966                                                                     
MQKYVLSLGLIPTFYKFTDVLCTEEWALEMVVPPVLALIFLYPIKPANEIFRQEEDARIKAHGQIVSPRLFFTKQTVGNA
CGTVGLLHALLNNKDKLEFREGSFLESFAERTQDKTPDERAVILEEDEGLDAAHGCAAADGQSQQVPMEEAINTHFVIFV
EKDGYLYELDGRKNFPINHGKSSPETLLQDAMAVVRRVIAMDPQELKFTMVALSSAAGGQEEE                 
>Ngad_30228                                                                     
GKQQVVLLVDMAENWCTIESDPGVFTEVIENFGVEGVQVEEIYDLDPASFADLAPVYGLVFLFKWKQEEDPRPIMDAASE
PDLFFATQVINNACATQALLSILMNIPSSQVNLGSTLQEFKSFSSQFPPDLKGLAISNSDTIRRVHNSFSRQEPFVIEES
KATEKDDVFHFIAYVPFNGKVYELDGLKAGPILLGEGDDWLSVARPAVQARIERYASSEVRFNLMAVIKNRSQVAHENMG
HHRQRVERIDSRLALLESSGSLPPVAPDESDPEFTLASTLEDLREQQVKEQSAIEGLQRLIEDEDRKFRTWREENVRRKH
NYIPFVMSLLKVLAEKGMLKGMVEAAKKKAADAQAMGGNKVK                                      
>Aano_F0YGW3                                                                    
MSWCTIESDPGVFTELVEKFGVSGCEFAELYSLDDGELARHAPVFGLIFLFKWTGEKDDRATLSFDEAPPGLFYAKQMVN
NACATQAILSVLLNCEHVSRGATLDELKAFGAELPFDMRGLAIENSEAIRAAHNAFARPEPFVSDEKRATADDDVFHFVA
YVPSGGKVYELDGLKAGPIDLGSFEDSWLPVARSAIEARIQKYAASEIKFNLMAIVRDKRAALEDAKAAADAATAAELDA



ELAREHAKRADWAAENVRRHHNYVPFVIDLLKVLAEQGKLGAMMDDAKAKASTDANKRQKV                   
>Aano_F0Y654                                                                    
MAAATPAWLPLESNPDVLNPFLRKLGCPTDWSFCDVFGMDPELLMMVPRPCVALCLLFPCDKISTPRRAELRAKRGAPLD
SEAGLFFTQQLDGCGNACGTIACMHALGNAAAAGAFALDDGSLLGRFVAETAGSSAPDRGAALVAASYMHEASNATACAG
ATEGAGTEDHGNRHFICFVEHGGRLFELDGRTLDGAGRAFPVDHGPTTPESLVEDAAKVIRDDFMARDPESLDFNVVALC
KGD                                                                             
>Ptri_XP_002183394                                                              
MASGDEWCTIESDPGVFTELLEQLGCPRVELQELWSLDEDSLAQLTSSTNRVYGLIFLFQWIGETQKEHATTQTPLNEDD
IPSNLFFAHQVTTNACATQAILSVVLNADLEEQELGSTLGTFQSFTASFPPNLKGVAISSSDEIRTAHNAFGRTDAFLHE
GKIHKPTGDEEAFHFVAYVPQSNVLYELDGLQKGPIVVDTVGAEEQEAGATAWLGIARKAIQDRMQQLGGEGSIKFNLMA
VIEDKRVLLESQLADTAESDPQHDLLLSQIRMERDKRELWKAENQRRRHNYVPLCVQLLEELARDGSLRGLIEAAKTKLV
ENRRR                                                                           
>Ptri_XP_002179323                                                              
MSKQKWFPLESNPSLMNEYVAKLGFNTDLYEFVDVFSTEDWALQMIPQPVVAVLMLYPLTEKQESFYGQDNLAPQDMDKV
WFTKQRIGNACGTIGLLHTLLNVPEPLRIFPSDSWLHGFLEDCPNPLDPVRKAEILERDAKIAKLHDQATSAENNQTDRG
NLDDQLVTHFVALVNVNDQLYELDGRKEAPVAHGPTTSATLLADACKVVQTFMQRDPDEVRFTILALAPKQE        
>Tpse_XP_002293261                                                              
MSDGNNDWCTIESDPGVFTSLIESFGVKNVELSELWSLDDESLLSLTNPMEGVENASVHGLIFLFKWQSSHAGNTNDNSP
EEETGKALVGEDVPNDLFFAKQVTHNACATQAILSVLRLVLGSTLSNFKSFTSHFPPDLRGEAIGSSDEIRTAHNSFGRA
EDAFLSDPSKPKRIATDDDDVFHFVAYVPNDKDECVYELDGLKEGPIRVGSYKKEGEDGNSTLQWVQVARDSIQNRLSHY
SPTEIKFNLMAMVQDRRTYLTERLNSLAAIGIEESDPAMLTVRSELHLEEEKRARWEIENERRRFNYLPFCVELLRSLAG
SGKFESLVDKAKTSAGEKRKRAEAWKKQG                                                   
>Tpse_XP_002293254                                                              
KEKLWFPLESNPALLNEYISNLGFSTDSHQFVDVFSTESWALDMIAQPVVAVVALFPMTEKVSKRRKELHAESVRDTNVD
GVWYVKQRIRNACGTIAVLHALANIPQSTQEVIKCPSWLQTYLLSSPTSSSPIDKADVLENDATIELFHGAATNHTINST
SRGNKEDEIDMHFITFTHVDGRLYELDGRLEQGPIDHGSTTQANLLKDACGVLQQLMEADLDEVRFTILALAP       
>Tpse_XP_002287225                                                              
MSTDQSPPDGEKKFSWPPLESNPDVFTEYLHTIGLSKSIAIGEVFGFDEDLLAFLPQPVLGVIVCFERLIKRTEDCSKGS
ADDNDKVTYYTKQSKQLDNACGIIACIHAVFNSPVVEVDPNSVLGNFRARTLALTPEERCVALENDHDFKTVHKKYASKG
QSREITSNQSAVKHHFIAYVLNGEGQLVELDGTK                                              
>Pinf_XP_002903153                                                              
MSWCTIESDPGVFTALIEDIGVKGVQVEELYTLDEQQFSDLSPVFGLVFLFKYESNHGEDAEPPVFASEGDGVFFAKQVI
SNACATQAILSILLNAQDVELGETLLEFKAFTGDFPSDLKGLAISNSDKIRLAHNSFARAEPFVVEERKATEDDDVYHFV
AYVPVNGKVYELDGLREGPICLGDVPDAANRDSWLQVACPVIQKRIEKYSATEIRFNLLALVKNRIQTYEEQLQAVIEGG
GSEQQAAQIQADLAAEQQKRENWALENKRRKHNYIPFIMQLLRTLAEKKQLEPLIKQQLDARNATDANTAKPTNAQ    
>Pinf_XP_002902062                                                              
MSDDGKHKRWFPLESNPEVMNSYVEKMGFPTSQFSFCDVLSTEEWALAMVPTPVVGVIMLFPIKPHADKQEAVRIEKDGQ
TVSPNVYYMRQTVVLSSVI                                                             
>Pinf_XP_002895509                                                              
MSDDGKHKRWFPLESNPEVMNSYVEKMGFPTSQFSFCDVLSTEEWALAMVPTPVVGVIMLFPIKPHTEEADKQEAVRIEK
DGQTVSPNVYYMRQTVGNACGTVGILHAIGNMRHLVQLTPGSYLDKFFNKTKTKSPDEIAQFLEEDDELEETHGSAAEAG
QSEQLESVDDPINTHFVCFSCVDGNLYELDGRKKRPINHGPSSPDTVLQDACQVIKKFMARDEGEVRFTILALAKTASE 
>Tgon_XP_002367091                                                              
MGAEDGSSGANARNADGSNRWCLIESDPGVFTELVEKVGVKGVEFDEIFGVDEESFEALKQRHRKIFGFVFLFNWTKDAA
GAATGDAADSSQDVAMDDALGAAQCPPDLFFAKQVIENACASQAILSVLVNKREEIQDVGSTINALVDFTKDFVDPQMRG
EAIGNSELIRAAHNSFRSSSPFDWTDDDDDKEKEDAFHFVSYIFFKGHAYEMDGLKPGPQNLGSCGEDSWTELVRKRLQS
RIAKIQTAASGELRFNLMAVTEDNLSKVQQDLLRERVVIQRAKIKLISSGQDIELDDEVDDDQAPSGTPTMEELPDDIAA
LEKVVREAEDRKKLLKEQEEEELDKRARWKKENARRRHDFVPFLLTVIKHLARKGELVKSVTAAQETIARRQHERKKAKT
GATGVST                                                                         
>Tgon_XP_002365447                                                              
MEGKSACKWLPLEADPLLFAQYVNELGGPVAAAVEHGGETEKRHEGHEALLSFEDVLALESWAAEMVAHPTVAVLLLFPI
TEATEKGRREQDKQTAGQSLNNVWFTKQTVGNACGTVALLHCLANLPREKFPLQPNRFLEHFLKETADLSPEQRAKVLET
DRSLASAHKSFEQQGQSAVPPRESDVDTHFVAFVFHEGHLVELDGRRATPVDHGSVEGGATLEDAARNQRLLKMTLNVIQ
KEFVEKCPGELRFQVIAVGDAKAA                                                        
>Pfal_Q8IIJ6_Q8IIJ6                                                             
MARDNENILEEWCLIESNPCIFYDMLKRMGATEISVEDVYSLSYFDDYINNKEIINMNHILGVDTYLGENNKTLDKENNV
VDVIELYKNNICMEDKYNKLLKHHSYIYGIIFLFNIGKHYKNNKYIEHNVPDNLFFAKQVIPNACATQAILSIVLNKDIE
LNDEIKNIKTFSLNFDSSMKGLTLSNCTFLRNIHNSYKPPIYLDKEDVHHDKKKSEDSFHFVSYISFQDKVYLLDGLQSG
PVLINADEQNKPNPNNNNNNKDNDNDNNNNNNNNNNNNNNNNNNNNNNNNNNIGMNGKDWIEISREHIKKEIDEICNSQT
NNDVRFNIIAVMKDKEYIIQEYINIHRIVKQRVNIKLINLGENIELSDEINEDEFPLLNDIPSIENLPNNVDTLYNIVNK
STLEINYLQSLLHEQKEIKKLWNKELTFKFFNFYPFIMSSLNLMAKHKLLKDAYQKEKLKNATKS               
>Pfal_Q8IKM8_Q8IKM8                                                             



MAKNDIWTPLESNPDSLYLYSCKLGQSKLKFVDIYGFNNDLLDMIPQPVQAVIFLYPVNDNIVSENNTNDKHNLKENFDN
VWFIKQYIPNSCGTIALLHLYGNLRNKFELDKDSVLDDFFNKVNEMSAEKRGQELKNNKSIENLHHEFCGQVENRDDILD
VDTHFIVFVQIEGKIIELDGRKDHPTVHCFTNGDNFLYDTGKIIQDKFIEKCKDDLRFSALAVIPNDNFDII        
>Ptet_A0CAG4_A0CAG4                                                             
MDIEQQDDNWMPLESNPQVMNEQAIKFGINVDVAQFHDLLGFEDWAFEMIPAPIYGVVFNFPIKENTDQFVEQEAAQIQE
KGQHVSPNVFYMKQLAKNACGTIAMVHVALNADPAIIQEGSYLAEFRKSVQGKTPQQIGEAFKQAKELKQVHKEAVQQGE
SACCDEVDRHFVAFVLKEGDIYELDGCKQFPINHGKSTPETFLADVSKVIQKFFERDPNEVSFSTVVLAKALQE      
>Ptet_A0DV33_A0DV33                                                             
MQEWCTIESDPGVFTELINAIGVQGVQVEEIYDLNDEQQMAQMQPIYGFIFLFRWTSKGEKRECLKIYDQDLFFANQVIQ
NACATQAIISILLNSPQIEIGEALKNYKEFTIALDPKERGNCLGGVEVIKTAHNSFARPEPFIFSNEKKKAKEGDDVFHF
VSYLPFKGKVYELDGLQEGPILIGEYQDDWIVRAKEAILKRIQHYQEKETAFTLLAVNQCRKFKANKILSSSQNEILLIL
KTLDFMGVDLSEEQKQQLIELSNQQNIEQELLQESKEELLIRLNNANNRIQEAQIILSEENAKFQKYKEENSRRKHNYIP
FILELFKMAQRKGQLEGLLEKAQQKQQQKLQQQPKK                                            
>Ptet_A0C638_A0C638                                                             
MDAEQEDDNWMPLESNPQVMNEQAIKLGINLELAQFHDLLGFEDWAFEMIPQPIYGVLFNFPLKENTKQFVEQEAAQIQE
KGQHVSPNLFYMKQFAMNACGTIAIVHVALNADNAIIQEGSYLADFKKKAQGKTPQEIGQALKQAKEVKQVHKEAVQQGE
SACCDDVDRHFIAFVLKDGDIYELDGCKQFPINHGKSTPETFLADVSKVIQKFFERDPNEVSFSTVVLAKAVQE      
>Ptet_A0CWS3_A0CWS3                                                             
MDQKFENWLPLESNTILLNKYLANLGVNTDFANFVDIVSFEPEFLIPGSLGALFVYPDSPAINNYFFEQGDKMFEKPIPH
SLYYMKQIAENACGTIALLHILANIPKEYQFIINEESFCPQFIQNTINMTPEERAEYLKNCKLEVKKKDGSVKSLQDAHK
EVAQENLEDPNIELKAGHHFIAFVWHNGSVIELDGRKKAPIIYADCQQELFLEKVIEICQKHYIEKDLKEIGFNLMAFQI
GFE                                                                             
>Ptet_A0EI36_A0EI36                                                             
MQEWCTIESDPGVFTELINAIGVQGVQVEEIYDLNDEQQIAQMQPIYGFIFLFRWTSKGEKRESLKIYDQDLFFANQVIQ
NACATQAIISILLNCPQIEIGEALRNYKEFALALDPKERGNCLGAVDIIKTAHNSFARPEPFIFSNDKKKAKEGDDVFHF
VSYIPFKGKVYELDGLQEGPILIGEYQDDWVVRAKEAILTRIQHYQEKETAFTLLAVNQCRKFKANNIILQSQNEILQSL
KTLQFIGVDLTEEQTQQLLQLSNQQNIEQELLQESSEELQNRLALANNRIQEAQIILSEESAKFQKYQEENSRRKHNYIP
FILELFKMAQRKGQLEGLLEKAQQKQQQKLQQQTKK                                            
>Tthe_XP_001023738                                                              
MAEEQGDNWFPLESNPDVINPYVQGLGFDTAQYSWCDLLSVEEWAQEMVPKPCLAVVFLYPISENTTKYDQEEENQEQQV
HQSVYFMRQYARNACGTVAVMHAMLNIDPSLVSANSVVDRFRQATREMTPEQRGNYFLTCNDLKQNHQQAVQQGQCSIQE
EVDTHFIAFIQKEGHIYELDGRKKTPINHGQSSPDTFLQDACVVAKKLMDRDPSQLNFTLVALAKTQNEQEQ        
>Tthe_XP_001023490                                                              
MGDWCTIESDPGVFTELIRGIGVKGVQVEEVYSLEDQQLIQQIQPIYGLVFLFKWTDKLEKRECLLNYDNELFFANQVIQ
NACATQALLAILLNKDDQIDIGEDLKNFKTFTATLDPQMKGLAISNQENIQRVHNSFSRPEPFIFTQSKKKATENDDVFH
FVSFVPHKGKLYELDGLQQGPILLGSYENDDWLTLATQEINARILKYSQDEVRFNLLALTIDKRYQCQNNIKQLELQKLG
LYQYAKDNQVELDAMQESDFADLNAKLSEQEKLATQVDAQVNKDIVLVKIADINDQIAQQKIIIEEEEYKFKKYEVENVR
RRHNYIPFIVELFRQTAKKGKLAELIEKAKQKKKEKAQSQQQQQKKN                                 
>Tthe_XP_001031482                                                              
MQKDLSDNWMPLESNPDVINDYIQKIGFNIEKYSFQDLYDSDEQFLKDMSENTLAALLIFPLDENASDEHKKEIEQIKEK
GQFINEKVYYMKQYAENACGTIAIMHAAMNLMQKAPGMIRDNSILHNFFKQTEKMTPEQRADYFMNDKQLKDEHVEAVHQ
GETEVDPEDDNVLHHFICLVPIEGHLYELDGCKPFPINHGETTPKTLLPDIYKVFQKFLSKSQNQYSFSILLLQKFDN  
>Pmar_XP_002786644                                                              
MSDNKTSKKRWLPLEANPEVMTDYARSLGLPSFLHFTDVLSVEDWALEMVPQPVLAAVLLFPIKDSTEADDQRRIQAVKK
EEIPASAYFTKQTVGNACGTIGIIHCMANIEGQCGVEYKEGSYINSLMRSTKSMSPDERAVYIEKDDKLEKAHREAENQG
QSRPPAEDESVTTHFVAFTVVEGELLEFDGRKTTPIPHGKCPADQVLQRTVEVVKNVFMSRDPDEIRFNILALTAGEACL
>Pmar_XP_002786136                                                              
MDAGAAGDANNGWCTIESDPGVFTELCDDLGVKDVQFKELYSLDEDTLKLECANVPVYGLVFLFKWDKEVEDKRTPLVPP
PDGMFYASQVINNACATQAILSVLLNAEGLDIGEVLTNLRDFTAGFDADTRGWAIGNSEEIRRAHNSFRPQASFDVEQRE
EGPKEDAFHFVAYVPFQGGLYELDGLRGGPVFLEATDSDWAKDALKYVQEKIAKFSKTSEADEIRFNLMVVCGDKIKALR
KQIDQLSTAMDESSADVVELKAQLENEQNIRAKWKAENERRRHDYTPFLLTALRLLAEKGQLMDAFKTGKETSESQRSSR
RQADKSE                                                                         
>Pmar_XP_002774137                                                              
MDAGAAGDANNGWCTIESDPGVFTELCDDLGVKDVQFKELYSLDEDTLKLECANVPVYGLVFLFKWDKEVEDKRTPLVPP
PDGMFYASQVINNACATQAILSVLLNAEGLDIGEVLTNLRDFTAGFDADTRGWAIGNSEEIRRAHNSFRPQASFDVEQRE
EGPKEDAFHFVAYVPFQGGLYELDGLRGGPVFLEATDSDWAKEALKYVQEKIAKFSKASEGAQQADEIRFNLMVVCGDKI
KALRKQIDQLSTAMDESSADVVELKAQLENEQNIRAKWKAENERRRHDYTPFLLTALRLLAEKGQLMDAFKTGKETSESQ
RSSRRQADKSE                                                                     
>Bnat_84942                                                                     
MPGKSVEVKLQTLEEKELEITVNEDDTIRSFKKKLEGEYQLGTAERLVLVYDGTVLEENMSISECNIDPFAAKKVVVFLA
KENDFVQKAPFLARTWDMEAKAQRAGQGRRPRPGAGGRGMMPNLPGIPGNPEQLAQNPMMQQLILAAMQQPGFAAQLRQA
MLAQADAAGNPALRTQVERMSDDELKMRALGDLRLLMGQGGAPGMGAGGRGMPVIPGGARVQKHRDMKNNDVNDSIRIND



FFVLRVVALPFGDQKSSVVPSKHWESHLKEAKKLLEKVFPLADADGTGFIDVKKLSKFFQTTAPRKIPAAVAERKAKDFF
IMAQLNGVKPAPKGLTKDMWVQFQIDQFRKLSSLVPPDQFQSELDTALAAYRKMLKAYEGKSSSSSSSSSEKKEAKDDGK
KEQSDENGSKPASSQTGEGASNATATTTTTAETEKGDTKKKIVKRKNWLPLENDPKLVNRYMKVLGVDTNQWEFHDVFGL
TPQDMIHVPTPILAIMLLFPITEASEKARVEEQKKLEEQKAGKPEGVYHVKQTVGNACGTIGLLHAVLNNSDRMKLQDGK
FFAKFLSETKQMDSEERAKALASNKDLEEEHEVVAKAGKTKATARAFANLHFISFVMVKDVLYELDGRKSQPIAHGATSR
TSFVEDALKIVRKFVAFSPKDGRFSVIWKYIKTDREPVIVLAPKKQTFQGGAAFGGDGGSLPSAERQQEVVGQLVEMGIP
EDKAREALGRNGWSLARAVEYIYSQ*                                                      
>Bnat_88113                                                                     
MSKQEEQKKEAKRELTEGNWLPLESNPVVLTKFAKRVGLPKGWEFCDIYGTDKELLGMVPQPCAAVVLLFTSSKELKTFK
AEQRKEIEEKGQELSKKLFYVTQHDGIGNACGTIATLHAMTNSLDQFEPEGIVKKFMDEWKDKSPGDIGYGLLKAKDIQE
VSEDAAESKEAQTATPDRMDNVAAHFIAFVHVDGVLYEMDGRKAFPINHGKSSSKTFLEDAAAVIKKNFFEVSKNGNFNM
MALVKP*                                                                         
>Bnat_87583                                                                     
MAQSWCTIESDPGVFTELIQRIGVKGVQVEEVYHLSDETLDSLKPIHGLIFLFKWVKDDASDRKLLKDGAPGVFFAKQMV
QNACATQAIVSVLMNAEGVELGKELSRIKDFACALDPTMIGQIIGQDTVLREVHNSFSRPEPFMIEPDEKSSETEDAFHF
IGYVPVGNKLYELDGLQPGPIEIGEVKDGNWLRVAKPAIEKRIQKYSQKEIRFNLLAIVKDRQEVYQEEVKKLQASLSAA
GSEEEGKIKAEIAEFEQKIEQEKQKHQKWKEENVRRKHNFIPFVFHLLKELAAKGKLDSIVDAAQKQAEERMDAASKKAK
QSKA*                                                                           
>Ehux_198518                                                                    
MAVKEPAQPFWCHIPSPVALTDLARALGATDATLSDVLGLEDDLLALLPSPCLALILIYPTRVGGSCGTVALLHALSNST
PALAVEPGSPLEELLSTPEPGDGEAALVARHSEWLANSTAVRAAHERCAELSTAAAAAGRQGRHYVALGRREKEAADRRA
EEEKARRRAKAAEATAAKKEAKMKNNKAKKAPPAFKLEEERRARAAAEVRAQEERAARLAAEQEAARRAKREAAELAGAA
EQAALREAAELAEAFRRSEIDAEEEALARRVSRCEEAVSSESAGGGDLMRRVDRLEASLGAAIEGRLKERVGAIERLIGP
EAAEAAGQHLPVTEPLAAVSLADAGLDTGRPAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCRSS
Q*                                                                              
>Ehux_435665                                                                    
MTDWCTIESDPGVFTELVEQMGVKGVQFEEVYSLDSGSMQALGEVHGLIFLFKWQQDLAQQDDRPTASGYEDHLFFAKQV
ITNACATQAILSVLLNSEKASGYEDHLFFAKQVITNACATQAILSVLLNSEKASGYEDHLFFAKQVITNACATQAILSVL
LNSEKVELGEELSNFKGFTKEFDSETKGLAISNSDLVRTAHNSFAPPDPFMSDNKRVATKDDDLYHFIAYVPVAGKLYEL
DGLKPGPVLLGELPQGADWLEAVAPAIQARIERYSQSEIRFNLMAITASRADELRKQIASLAEGDAALAERRQLLAVEEQ
KLARWKAENVRRKHNYLPFLINLLKVLAEKQQLVPLIDAAKERQKQRAAAGGGAK*                        
>Ehux_68017                                                                     
MASGWCTIESDPGVFSELITELGVKGVQAGVHELWSLDKESMAEVGPVHGLIFLFRWRGEKDDRATVTPGPGVFFASQMI
PNACATQAILSVLMNCPSISLGEEMTAFKAFTKDFPPDVKGLAISNSDLLRRVHNSFARAEPTVSEERRASKEEDEVYHF
ISYVPVDGKLYELDGLKAGTPSLYPLQPPAAWLDAVTPAIQARARALGIEQYSSREIRFNLMAVQARAGKLPSPAELERL
AASHPEPPATGEVAVDERTLEQLLIALAHLTARAAKVAADIENEQQRVGQWKIENIRRRHNYAPFIVNFLKARPRDAAER
RPRRGGGRVPCHASGCEQVLAERGELGPLVEQAKKKQRHGAR*                                     
>Ehux_218801                                                                    
MCDGSNPLSGARQGRAANRRAEEEKARRRAKAAEATAAKKEAKKLEKRPLPASASATVALTDLARALGATDATLSDVLGL
EDDLLALLPSPCLALILIYPTRVGGSCGTVALLHALSNSTPALAVEPGSPLEELLSTPEPGDGEAALVARHSEWLANSTA
VRAAHERCAELSTAAAAAGRQGRHYVALGRREKEAADRRAEEEKARRRAKAAEATAAKKEAKMKNNKAKKAPPAFKLEEE
RRARAAAEVRAQEERAARLAAEQEAARRAKREAAELAGAAEQAALREAAELAEAFRRSEIDAEEEALARRVSRCEEAVSS
ESAGGGDLMRRVDRLEASLGAAIEGRLKERVGAIERLIGPEAAEAAGQHLPVTEPLAAVSLADAGLDTGRPAPESTMGGE
TTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCRSSQ*                                      
>Ehux_113629                                                                    
MSSPPPGWPPLASSPAALTDLARALGATDATLSDVLGLDDDLLALLPSPCLALILIYPTVSAAESFWAERCEPSKLRPVF
LRQRVGGSCGTVALLHALSNSTPALAVEPGSPLEELLSTPEPGDGEAALVARRSEWLANSTAVRAAHERCTRLAVLDGRQ
PHARVVAGISTCATGFLSAAAAEAAALMATVGRAEAAAAGDGAVGGADAAPRSALNAFSMLAMSAAPREVGTREGAGGV*
>Ehux_444614                                                                    
MTDWCTIESDPGVFTELVEQMGVKGVQFEEVYSLDSGSMQALGEVHGLIFLFKWQQDLAQQDDRPTASGYEDHLFFAKQV
ITNACATQAILSVLLNSEKASGYEDHLFFAKQVITNACATQAILSVLLNSEKASGYEDHLFFAKQVITNACATQAILSVL
LNSEKVELGEELSNFKGFTKEFDSETKGSAVSSSDLVRTAHNSFAPPDPFMSDNKRVATKDDDLYHFIAYVPVAGKLYEL
DGLKPGPVLLGELPQGADWLEAVAPAIQARIERYSQSEIRFNLMAITASRADELRKQIASLAEGDAALAERRQQLAVEEQ
KLARWKAENVRRKHNYLPFLINLLKVLAEKQQLVPLIDAAKERQKQRAAAGGGAK*                        
>Gthe_150624                                                                    
TVGNACGTIAMIHAFASIPSELREEGKGGWLHKFVSSNLSKSPLDCAAALEEDEDIAIRHNELARKGDTNVDKFRSGAEE
SSFQSVLHFICYVEKDGILYELDGMRKTPKARGRSSQQTLLQDSIAVVQEMMAKSDNELMLNVIALAKQP*         
>Gthe_85879                                                                     
MTQGWSTIESDPAVFTSLARDFGIRGTQVEEIVTMEDAEFSNLAPIYGLIFLFKWTQDMASTHRASSTCVQNHNLYFAKQ
VIHNACGTQALLNIMMNAEGINLGKELTEFKTFTADFPPDLKGEAMSNSEMMRSCHNSFARPEPFEMEEDKSRKDGDAYH
FTAYMPIGGKLWELDGLQEGPILLGDCTDTSQWWKQVRPILQDRIEKYSSNEIRFNLLAVCANKKDMYMQELCKLQTDSQ
LISAALLSHGEEVEDMMEDVDTEGYDSKEAPVDVTDKSVEQLKSMLNRFKYRASELRQLLDMEDEKFQRYARENARRRHN



FIPFIMNLLQGLAEKQKLGPLIESAERKAEARKAAAKSSSKS*                                     
>Gthe_160344                                                                    
MPGTKLWLALESNPEVITTFSHKIGCPPTWQFHDVFGTDPELLAMVPTPVVAVLFLFPLTPEIEQFATDSVEKIKKEGQS
VPESLWFCKQKIGNACGTMAVLHALLNCQESMEIEGWAKRLYEKTKTKSPDDRADELNEDTELESLHQSAAEEGQTQVQP
QMDDVDSHFLCIVHKDGSMYELDGRKPFPINLGKSSPSSLLQDAVGSIKERIFDREPGQVNFSIMALGPALPLD*     
>Ngru_XP_002674765                                                              
MSSNWTTIESDPGVFTELIEKFGVKGVQVEELWALDHETLSELKPIYGLIFLFKWMSEKDERPILEQAPEGMFYAQQIVT
NACATQAILSILMNIDTNEAKVELGDELTQFKSFSLGLPSDVIGESIGSSELIKQAHNAFARPEPFIIEESKKPKKDDDV
FHFIAYLPFKGNLYELDGLKGGPILLGECSNENWVEKIIPEIQNRIQKNNNSNKNWYVSKQKNQTHSKRLVLFKQTSKWK
KKNTTNGSKKMPEEDTIMFLSL                                                          
>Ngru_XP_002669576                                                              
MNNYANKLGLGGDYEYCDVFGLDDELLDMVPKPVISVLLLFPLTKENQNLQQKEDEEMEKNQDSIPKELFFMKQTIGNAC
GTVAIIHSLANNIKSLQVASSSFLQDFINGNVGKSSEEIAKSLEGDKRVEEAHESSALSEQNQSEVVEVTDLHFVCFVEK
NGHVFELDGRRKFPMNRGASSGDLLKDAIKVVKNYMSLNPEQYLYNIVALAKKQQQE                       
>Tvag_XP_001308033                                                              
MADLPPLSNDPEILTEYTVNLGVDPDTFTFAEVFSLDPEYISLYPPNPKSLIFLYPYGKKDGPLERRHQGDPPNTGKEPF
YLKQTLDNACGTIAIIHSIANNLDSFKLKRDSWIENFINDNKDKTPEERGKALEQDDEVQDAHETTANDDSTPFLEDSDS
NHFIAFVPFDGKLWELDGFKKQPICHGECDDFFAKVTKIIQDDFYPNVKDPMETSMVLLCKN                  
>Tvag_XP_001302387                                                              
MSSEDYGIIPIENSPEMLTKMADSIGADTSKFTLSTIYSFDEEILATIPQPIKAIILLFPFGKENSPIRTRHSGEKVPEG
DLPYYTKQKVQNLCGTIALIHAILNNLDIIPLKADSILDKFYKHTKSLTPDERGLELTKEKELFAIHNAISNASNGAQEG
EKALTHYSCFIEHAGHIWELDGRLSNMVDHGVSSNFATQVFQIIQTEFIDKLEGMEKFMLDVVALSKI            
>Tcru_XP_816838                                                                 
MAKKWLPIESNPDVLNTYLRNLGVPNPKVEFCDVYGLDPDLLVFLPRPVRAMILLYPITPEIDAADAKTVEMQAAEIKAF
MAEKDVFFSKQTVENACGTMALLHAVMNNLDSVGDVRKDSPIDFLRREGLHGNPEERALLIESDPNLDAAHMGASAEGVT
KNQPVNANIDLHFTCFVHAKDQCVELDGRKQSPLLHGACMDNEQFVSVTAEAIQAKISRNKESFRFNIIALVDKSS    
>Tcru_XP_808307                                                                 
MPSWCLIESDPAVFTELIERFGARGVAVEEILGLEPEFLRQYTNVYGLILLFKWKSGKTPTSDGVVVPDAPVYFARQTVN
NACATLAMVNTLLNYSESIQLGDELSNLLEFTREMNAYLRGTQVAESDVLREAHNSFAPTEFFVLHDETPDASDVYHFVS
FVYKNGAVWELDGLQKGPILAADATDGNYKEKLVEVVQKRVIDKSAADNTGTGQGISFSLMAVVDDRLLQLEKEIEEAKA
REEPTAYLAEQLEELRLQREKGRAENQRRRHNYVPMNVELLKALAEKGKLEGIVEEALAKKAASASSDRK          
>Tcru_XP_802491                                                                 
KSGKTPTSDGVVVPDAPVYFARQTVNNACATLAMVNTLLNYSESIQLGDELSNLLEFTREMNAYLRGTQVAESDVLREAH
NSFAPTEFFVLHDETPDASDVYHFVSFVYKNGAVWELDGLQKGPILAADATDGNYKEKLVEVVQKRVIDKSAADNTGTGQ
GISFSLMAVVDDRLLQLEKEIEEAKAREEPTAYLAEQLEELRLQREKGRAENQRRRHNYVPMIVELLKALAEKGKLEGIV
EEALAKKAASASSDRS                                                                
>Lmaj_XP_001683771                                                              
MWFPLESNPQVMNRYISTLGLTEAKVEFVDVYGVSGDLLEMVPSPVHALLLVYPICEATERRLAEQQAAQTEEVAALRQA
HPFFFTHQLVPNACGTIAIAHALMNNRDKLGEIAAGSILDGPWVNAAKTSEDPKIIGKLIAEDTSLASAHAAAAQEGATA
NQHIDADINLHFVCFIPVGGRCVELDGRKENPTLHGSCTDNKSFLTAAAAAIQERIELNPSSYEFGITALVNK       
>Lmaj_XP_001683559                                                              
MPSDESRWCLIESDPAVFREIIQTVGVKGVSVEDLIMLDSSMLEQYEHVYALVLLFKWQSSEQASPLGTVVKDAPVFFAK
QVIHNACATLAIMNTLCNYPDQVELGPKVQRYLSFCQELDPEMRGSLLDSFDELREAHNSFAPQSAFTKDGPSPKDADVY
HFVSFVYRHGHIWELDGLQEGPLQCREATDANYREALVEVVQRRIDDIAAKDTTGAGQGISFSLMTIVDDPVTVLEKKIA
ALRAEEKPTTALDEELAEMLLLRKKDKEANVRRRHDYNAMIVALLKTLAERGKLEKVVAEVQAKASK             
                                                                                
                                                                                
*******Peptidase_C48***********                                                 
>Hsap_ENSP00000004980                                                           
MDDIADRMRMDAGEVTLVNHNSVFKTHLLPQTGFPEDQLSLSDQQILSSRQGHLDRSFTCSTRSAAYNPSYYSDNPSSDS
FLGSGDLRTFGQSANGQWRNSTPSSSSSLQKSRNSRSLYLETRKTSSGLSNSFAGKSNHHCHVSAYEKSFPIKPVPSPSW
SGSCRRSLLSPKKTQRRHVSTAEETVQEEEREIYRQLLQMVTGKQFTIAKPTTHFPLHLSRCLSSSKNTLKDSLFKNGNS
CASQIIGSDTSSSGSASILTNQEQLSHSVYSLSSYTPDVAFGSKDSGTLHHPHHHHSVPHQPDNLAASNTQSEGSDSVIL
LKVKDSQTPTPSSTFFQAELWIKELTSVYDSRARERLRQIEEQKALALQLQNQRLQEREHSVHDSVELHLRVPLEKEIPV
TVVQETQKKGHKLTDSEDEFPEITEEMEKEIKNVFRNGNQDEVLSEAFRLTITRKDIQTLNHLNWLNDEIINFYMNMLME
RSKEKGLPSVHAFNTFFFTKLKTAGYQAVKRWTKKVDVFSVDILLVPIHLGVHWCLAVVDFRKKNITYYDSMGGINNEAC
RILLQYLKQESIDKKRKEFDTNGWQLFSKKSQEIPQQMNGSDCGMFACKYADCITKDRPINFTQQHMPYFRKRMVWEILH
RKLL                                                                            
>Hsap_ENSP00000296257                                                           
MYRWLVRILGTIFRFCDRSVPPARALLKRRRSDSTLFSTVDTDEIPAKRPRLDCFIHQVKNSLYNAASLFGFPFQLTTKP
MVTSACNGTRNVAPSGEVFSNSSSCELTGSGSWNNMLKLGNKSPNGISDYPKIRVTVTRDQPRRVLPSFGFTLNSEGCNR
RPGGRRHSKGNPESSLMWKPQEQAVTEMISEESGKGLRRPHCTVEEGVQKEEREKYRKLLERLKESGHGNSVCPVTSNYH



SSQRSQMDTLKTKGWGEEQNHGVKTTQFVPKQYRLVETRGPLCSLRSEKRCSKGKITDTETMVGIRFENESRRGYQLEPD
LSEEVSARLRLGSGSNGLLRRKVSIIETKEKNCSGKERDRRTDDLLELTEDMEKEISNALGHGPQDEILSSAFKLRITRG
DIQTLKNYHWLNDEVINFYMNLLVERNKKQGYPALHVFSTFFYPKLKSGGYQAVKRWTKGVNLFEQEIILVPIHRKVHWS
LVVIDLRKKCLKYLDSMGQKGHRICEILLQYLQDESKTKRNSDLNLLEWTHHSMKPHEIPQQLNGSDCGMFTCKYADYIS
RDKPITFTQHQMPLFRKKMVWEILHQQLL                                                   
>Hsap_ENSP00000327197                                                           
MKKQRKILWRKGIHLAFSEKWNTGFGGFKKFYFHQHLCILKAKLGRPVTWNRQLRHFQGRKKALQIQKTWIKDEPLCAKT
KFNVATQNVSTLSSKVKRKDAKHFISSSKTLLRLQAEKLLSSAKNSDHEYCREKNLLKAVTDFPSNSALGQANGHRPRTD
PQPSDFPMKFNGESQSPGESGTIVVTLNNHKRKGFCYGCCQGPEHHRNGGPLIPKKFQLNQHRRIKLSPLMMYEKLSMIR
FRYRILRSQHFRTKSKVCKLRKAQRSWVQKVTGDHQETRRENGEGGSCSPFPSPEPKDPSCRHQPYFPDMDSSAVVKGTN
SHVPDCHTKGSSFLGKELSLDEAFPDQQNGSATNAWDQSSCSSPKWECTELIHDIPLPEHRSNTMFISETEREIMTLGQE
NQTSSVSDDRVKLSVSGADTSVSSVDGPVSQKAVQNENSYQMEEDGSLKQSILSSELLDHPYCKSPLEAPLVCSGLKLEN
QVGGGKNSQKASPVDDEQLSVCLSGFLDEVMKKYGSLVPLSEKEVLGRLKDVFNEDFSNRKPFINREITNYRARHQKCNF
RIFYNKHMLDMDDLATLDGQNWLNDQVINMYGELIMDAVPDKVHFFNSFFHRQLVTKGYNGVKRWTKKVDLFKKSLLLIP
IHLEVHWSLITVTLSNRIISFYDSQGIHFKFCVENIRKYLLTEAREKNRPEFLQGWQTAVTKCIPQQKNDSDCGVFVLQY
CKCLALEQPFQFSQEDMPRVRKRIYKELCECRLMD                                             
>Hsap_ENSP00000340505                                                           
MDPVVLSYMDSLLRQSDVSLLDPPSWLNDHIIGFAFEYFANSQFHDCSDHVSFISPEVTQFIKCTSNPAEIAMFLEPLDL
PNKRVVFLAINDNSNQAAGGTHWSLLVYLQDKNSFFHYDSHSRSNSVHAKQVAEKLEAFLGRKGDKLAFVEEKAPAQQNS
YDCGMYVICNTEALCQNFFRQQTESLLQLLTPAYITKKRGEWKDLITTLAKK                            
>Hsap_ENSP00000359031                                                           
MAAGKSGGSAGEITFLEALARSESKRDGGFKNNWSFDHEEESEGDTDKDGTNLLSVDEDEDSETSKGKKLNRRSEIVANS
SGEFILKTYVRRNKSESFKTLKGNPIGLNMLSNNKKLSENTQNTSLCSGTVVHGRRFHHAHAQIPVVKTAAQRLLSNQIL
KEYPPHVQKVEINPVRLSRLQGVERIMKKTEESESQVEPEIKRKVQQKRHCSTYQPTPPLSPASKKCLTHLEDLQRNCRQ
AITLNESTGPLLRTSIHQNSGGQKSQNTGLTTKKFYGNNVEKVPIDIIVNCDDSKHTYLQTNGKVILPGAKIPKITNLKE
RKTSLSDLNDPIILSSDDDDDNDRTNRRESISPQPADSACSSPAPSTGKVEAALNENTCRAERELRSIPEDSELNTVTLP
RKARMKDQFGNSIINTPLKRRKVFSQEPPDALALSCQSSFDSVILNCRSIRVGTLFRLLIEPVIFCLDFIKIQLDEPDHD
PVEIILNTSDLTKCEWCNVRKLPVVFLQAIPAVYQKLSIQLQMNKEDKVWNDCKGVNKLTNLEEQYIILIFQNGLDPPAN
MVFESIINEIGIKNNISNFFAKIPFEEANGRLVACTRTYEESIKGSCGQKENKIKTVSFESKIQLRSKQEFQFFDEEEET
GENHTIFIGPVEKLIVYPPPPAKGGISVTNEDLHCLNEGEFLNDVIIDFYLKYLVLEKLKKEDADRIHIFSSFFYKRLNQ
RERRNHETTNLSIQQKRHGRVKTWTRHVDIFEKDFIFVPLNEAAHWFLAVVCFPGLEKPKYEPNPHYHENAVIQKCSTVE
DSCISSSASEMESCSQNSSAKPVIKKMLNKKHCIAVIDSNPGQEESDPRYKRNICSVKYSVKKINHTASENEEFNKGEST
SQKVADRTKSENGLQNESLSSTHHTDGLSKIRLNYSDESPEAGKMLEDELVDFSEDQDNQDDSSDDGFLADDNCSSEIGQ
WHLKPTICKQPCILLMDSLRGPSRSNVVKILREYLEVEWEVKKGSKRSFSKDVMKGSNPKVPQQNNFSDCGVYVLQYVES
FFENPILSFELPMNLANWFPPPRMRTKREEIRNIILKLQEDQSKEKRKHKDTYSTEAPLGEGTEQYVNSISD        
>Hsap_ENSP00000377655                                                           
MDKRKLGRRPSSSEIITEGKRKKSSSDLSEIRKMLNAKPEDVHVQSPLSKFRSSERWTLPLQWERSLRNKVISLDHKNKK
HIRGCPVTSKSSPERQLKVMLTNVLWTDLGRKFRKTLPRNDANLCDANKVQSDSLPSTSVDSLETCQKLEPLRQSLNLSE
RIPRVILTNVLGTELGRKYIRTPPVTEGSLSDTDNLQSEQLSSSSDGSLESYQNLNPHKSCYLSERGSQRSKTVDDNSAK
QTAHNKEKRRKDDGISLLISDTQPEDLNSGSRGCDHLEQESRNKDVKYSDSKVELTLISRKTKRRLRNNLPDSQYCTSLD
KSTEQTKKQEDDSTISTEFEKPSENYHQDPKLPEEITTKPTKSDFTKLSSLNSQELTLSNATKSASAGSTTETVENSNSI
DIVGISSLVEKDENELNTIEKPILRGHNEGNQSLISAEPIVVSSDEEGPVEHKSSEILKLQSKQDRETTNENESTSESAL
LELPLITCESVQMSSELCPYNPVMENISSIMPSNEMDLQLDFIFTSVYIGKIKGASKGCVTITKKYIKIPFQVSLNEISL
LVDTTHLKRFGLWKSKDDNHSKRSHAILFFWVSSDYLQEIQTQLEHSVLSQQSKSSEFIFLELHNPVSQREELKLKDIMT
EISIISGELELSYPLSWVQAFPLFQNLSSKESSFIHYYCVSTCSFPAGVAVAEEMKLKSVSQPSNTDAAKPTYTFLQKQS
SGCYSLSITSNPDEEWREVRHTGLVQKLIVYPPPPTKGGLGVTNEDLECLEEGEFLNDVIIDFYLKYLILEKASDELVER
SHIFSSFFYKCLTRKENNLTEDNPNLSMAQRRHKRVRTWTRHINIFNKDYIFVPVNESSHWYLAVICFPWLEEAVYEDFP
QTVSQQSQAQQSQNDNKTIDNDLRTTSTLSLSAEDSQSTESNMSVPKKMCKRPCILILDSLKAASVQNTVQNLREYLEVE
WEVKLKTHRQFSKTNMVDLCPKVPKQDNSSDCGVYLLQYVESFFKDPIVNFELPIHLEKWFPRHVIKTKREDIRELILKL
HLQQQKGSSS                                                                      
>Hsap_ENSP00000403712                                                           
MKETIQGTGSWGPEPPGPGIPPAYSSPRRERLRWPPPPKPRLKSGGGFGPDPGSGTTVPARRLPVPRPSFDASASEEEEE
EEEEEDEDEEEEVAAWRLPPRWSQLGTSQRPRPSRPTHRKTCSQRRRRAMRAFRMLLYSKSTSLTFHWKLWGRHRGRRRG
LAHPKNHLSPQQGGATPQVPSPCCRFDSPRGPPPPRLGLLGALMAEDGVRGSPPVPSGPPMEEDGLRWTPKSPLDPDSGL
LSCTLPNGFGGQSGPEGERSLAPPDASILISNVCSIGDHVAQELFQGSDLGMAEEAERPGEKAGQHSPLREEHVTCVQSI
LDEFLQTYGSLIPLSTDEVVEKLEDIFQQEFSTPSRKGLVLQLIQSYQRMPGNAMVRGFRVAYKRHVLTMDDLGTLYGQN
WLNDQVMNMYGDLVMDTVPEKVHFFNSFFYDKLRTKGYDGVKRWTKNVDIFNKELLLIPIHLEVHWSLISVDVRRRTITY
FDSQRTLNRRCPKHIAKYLQAEAVKKDRLDFHQGWKGYFKMNVARQNNDSDCGAFVLQYCKHLALSQPFSFTQQDMPKLR
RQIYKELCHCKLTV                                                                  
>Cint_ENSCINP00000006639                                                        
MQLNQPLDKVNGCYVKFPTNSEHQGHALGESAGSMQQMDAAVINRIKMLVAQGVKSIPLIKENLKKFVLEELFKDKPPPA
LTNRRFFPTDKNIRNHCYSAAVRLGKQSIPDDEFLLETVKPDIYNNNMVNIIIESTEVVDTNQTARLLELVDLIKDAIHG



VTSVDTLVQAEVLLQQTLQLVQSSHENTESTLCNQTGSLNKKRKLPTDTESTNDQQLKRRRSETILRNRSDEDRLQQPLD
IQTTSSESGNAIVPYVIGGSIEHTMEGTSLSKVLLDIKVSDPSQELLKIGPYTITYGQLLTLESELSITEYESALAHDHH
LTIGWLSDAIINSYLWQLCSSYDHVIYADTNIAEVMKHGGSIGQLWQNGNLNDKALAFIPWNPRGLHWVLLVIDIKQHKL
LYLDPNQSDDNNRNKDMYKAKSVIEKSLMNKFNFSLSSIATNSNKTSQNDNFNCGVYICMYALWLTKGMNLIQPNKPHLY
RRQIFNTIIGHCSLSVENKDICKVCQFDVKDNISTALEWVQCFACKQWYHSRCVGLSDDQVLCNFNFVCPEICYC     
>Cint_ENSCINP00000009562                                                        
MATSSNKMKLLPIGKSYEKVTSRRPLHSQFSPNKKCTNLSQSPLKYKQRKHRTGNLVSKTIKDDNGHASNDDFWGNAESL
WNEPEESSWESLKQTEKVSSEISESSEVVIQDSSSDSDVNIMDTEVSNNNEKSSNSERTFGLSESNLEVESDSSKTTTEP
PDDDDDDVIIVSQTEEKFEYWDIKRTIKTMVNNLMTNREGEASLECLSPDLVARRMKVLYNKDFSNRMDEISHCLEQAKS
KCLKSNHRFSEVLPGLRQHDLDTLKPGEWLNDVIINRYIELLINTMRNATHVSSFFIEELQRGKQPALPDGWLTKRWLII
PICMDSHWSLLCVDTDEKDITVYNSLSITDAEMDCANSVLSYIQACYIQLTEDTDSSWGIKLLKEMPHQANVYDCGVYVC
MFARKVIFNLTLLIEPCQVCEFREWLRDELLNNRLFK                                           
>Cint_ENSCINP00000010533                                                        
MVMRLESILQVQVGTVTNLNRLVLKYLKEIIAKGNSSVPELKQLVDKYVVEELFKDRTPPPPTNRIFYPTDHTIRNHLYK
AGIKATPHPRRKRKPKQASLTLESSNTDNFDILIDATEVIQDKSVQTNRMLELIDTIKEEMYNVTSIDALVQAEDLLQTA
LQVLKNSCVDTVVSDEMVVSDEMDATDIQGKRKMLPISNGEEPQSKFQKMYEDILSGTSRAQVFTSDSNQLTLHTNPGVN
IVVKTQDKRKSTIPRKRSSTKIVPSINLMGRNVNQPLLKIGQNTLSYVQLMTLEKSVNAVDRNCLRSFDETFQVGKLCDN
IINSYLWQLTSRYDHVIYADTSVGYMIQHGGDVGKLWQNIKKSEKSYAFIPWKSKSQYWVMIAINIKNRKLLYLDPNQTD
DIDKTQHVYEAKEFINRSLSDILGFSLTSSATNVHKPNKGNMSPGIYVCMYAYWLTKGMSLVQPHKPVLFRKHIFDTIIG
NCTLGFQNKDNCKVCHKNIRHITGNSTLWVECSSCQQWYHAQCVGMSEEQLICDADFSCPRDLN                
>Cint_ENSCINP00000015820                                                        
AETDSDCNDNGDQYEIQIFSVRSLSTEACAPPSDRTVHKNQPVKNCVLEQQVHGHRQEYRAPCILIFDSLRGPSRSKVAA
HLRDYLNVEWSTRKEAELGPRVFNKNTIKMCTPHVPQQDNYSDCGIFLLQYVEQIFKNPIKNFNVPIKNLVEWFDPTDCQ
KKREEIRTVIRELCIKQGNDPDKQ                                                        
>Cint_ENSCINP00000016926                                                        
MDKIVLSYHDSLLRESDLRLLDTGQWLNDKIIGFMFQYFQYEVFSKNFEEISFLDPDLVHLVKMMPDREIPSILESLNLE
PKRFIFLPINDNDDAQAGGTHWSLLIFDAEQECFEHFDSSGDYNHTVAVEVAGKFSKVLKSNKLARMETPQQCNGSDCGV
YVVKLTEVICQSKLDASSPWQPSLITIDVIANERENIRKIILTKAGKL                                
>Cint_ENSCINP00000020258                                                        
MPSKVNPKRQNNENRSFTSSNSKEMKYSRLSKHNLLFNAILTPRKPRSIFVKTFSRNNMSATKNRVMKNSRRPRVTEIER
CTNIAQREQYKLLIEQYRKNTLAETEKIFFKASPNDGGSNQKQNIVIVDLSETDTSPVNEKPALTTLPNKDYSSLQKISP
SYKYSTSVLNSISPRPNGLTNEKEVSQNGTSSKPLPHTPTTRPPATLDWFSPSSPYLCKHFVSNLVGTYGRRERDRKRIV
QEEETRVRLLRDKRRMKEEMLSEMLKARLHVDVSILTDEMEDFVSSALFPNPPHEVLVEQFNISITREHIMTLDGLNWLN
DEIINFYMELIVSRSNTTDNLPSCHAMNTFFYPKLKSQGYKSVRRWTKRVDVFSKDIVIYPIHLGVHWTLAVVKFGDKRI
EYFDSMGATNTECLEILKSYLVSEHQDKKKADYDVSGWKIINMPHTEIPQQMNGSDCGVFTCTFAEYIARNSPLTFKQSD
MPNIRRMMVWEIVNGKLLH                                                             
>Cint_ENSCINP00000020992                                                        
WLYDQIIDSYLWCLCKNNKQIMFADSAVAQCMQQGGSLRRLWANETLENKNFIFIPWNPSIMHWVLLVVDIKNKRLLYLD
PQRRPLSNMLEYMEKAKLFLNNVLETKFGFTITSVDTMSTSRTFQKDCMSCGAIICMYASWLAEGKPLQHPDVGPREFRE
RILSTIAHESS                                                                     
>Cint_ENSCINP00000027375                                                        
MGLNVNQPLLKIGQDTLSYVQLMTLEKSVNAVDRNCLRSFDETFQDGKLCDNIINSYLWQLTSRYNHVIHADTSVGYRIQ
HGEDVGQLWENVKKNEKSYAFIPWKSNGQYWVMLAINIKERKLLYLDPNQTDDIDKTQYIYEAKEFINRSLS        
>Cint_ENSCINP00000027930                                                        
REIPSILESLNLEPKRFIFLPINDNDDAQAGGSHWSLLIFDAEQECFEHFDSSGDYNHTVAVEVAGKFSKVLKSNKLARM
ETPQQCNGSDCGVYVVKLTEVICKSKLDASSPWQPSLITNDFIANERENIRRIILTKAGKL                   
>Cint_ENSCINP00000029228                                                        
WLYDEVINSYLWRLSLKEKTVMYASSMIAQLLQKNGSIKNLYRVVDLRNKRWVFIPWNPLGLHWILLAIDVSSKSLLYLD
ILQRTCTVTSTAKFGFNLTSVKAVPRIQQPDAKSCGVFICMYAKWITMGKSLVQTNPSVHEYRQEMYDEIAGNCT     
>Skow_XP_002739079                                                              
MAMLDQCVRMSESVPSGTSRKERKQMKPARGRGRETHHEKKQVKFNWNRTEKGNSMRKEKYDSRARKTSREIEEVEIKLK
ILKERREAHDSSIEQRIQERMRISEKEIGVIDDKYVSFDDEEEEEEEEELPELSDSMEMEVDDAFISHPSTQILVEGFRL
SITRGDLQTLNGLNWLNDEVINFYMNLLMERGQKQGYLKVHAFNTFFYPKLISGGHSALRRWTRKIDLFSMDLILVPVHL
GMHWCLAVINFCTKTIAYYDSMGGENKQCLNSLREYLCAEHRDKKKSEFSSIKEWKLEVQQDIPPQMNGSDCGMFTCKYA
EYITRGSKITFTQAHMPYFRRRMVWEIIHKQLLQ                                              
>Skow_XP_002734544                                                              
MAETDEIVLSFHDSLLRKSDINLLEGSRWLNDTVIGFAFEYFEQEQFRDFNEEVCFISPDVTQFIKLSSVSDIGIFLEPL
NLESKKLIFLAVNDNESRESAGGSHWTLLVFDRENESFSHYDSAGSYYSQSVSALSTKLATYVKAKTEVKFVTADSPQQK
NISISNSSGNCGIFGAIDRLFGACYDCGLFVICSTEHLCKQLLQGCKISLKDAVTQEAVSRKRDALKTLILSLSNPA   
>Dmel_FBpp0073537                                                               
MDRKETVSKDQAVRRIAHNDFILVSRQLLINRADTDPDKGSARMLIIYSSGKQHIVTFKLPNLACRVQDLFFQMDLQIDE
STTIDCIENAGGIIHLVVSVGFPISDNIAETVAHAEEFYRKVHQSKASSADAAPPNAMAGEEHSPAVVKPSETAVANNGC



QPAASATKGKKHKKSPCGSPGENNDGQVILSADQDANTNTKAKKQKKCHIAKDNNGIQAASSHDNPSSSGNKQGSHNSTA
ITSNSTMTSNGLRGVQPAEDAPAISQWIQSRNNAAVSKKSEETAGGSQSRVQSNVASISSPAVKATSDAAIPTPAERAER
SRLRRNRNWILSRDVDEDAVVLVSSGDEETTAADDGQTERRLSPDENQTLFTYPPTGTGGLSITIKDFMCLSKGSYLNDI
IIDFYLRWLKNNIIPEEQRDRTHIFSTFFHKRLTTRTNPRNTKQTAAQKRHERVEKWTRNVNIFDKDFIIIPFNEQSHWI
LAIICYPNLRSPVVNNNNVQTTLSDDIPIKQPLILIFDSLAVTSRHRAIAILRDYLTCEHKAKYPNALAHVFNKDNMPGH
SVEVPQQQNLTDCGLYLLQYVEQFFTKPINDYTLPIKELSNWFDLLTVTKKREDIANLIKKLMNESNQQRKILPVIKFPT
LNGQLVMDEEDSEEENSKEEHKTTLVCSKDRKPPRRRNTLK                                       
>Dmel_FBpp0074462                                                               
MSLPPEDTDLSTNSAYESALQIASNVSAARVVGSAVGQRFSPSPAAHPNVIERVASHVDSRRSTFPSWGNPSVAPRGSEE
AAANATATQLLWAENQGLPTSHLLPTEQAFETLNTNAYCSPPGDSRFTFPSQNYSPLLPRCVPVPNQRYSPDGSPIHQLH
ELQNCPLIDSPIRLRFPSPLPEPPSLPTITLTVDALIDLDQNNQVAYYVQQYNNQPVLYQQNIHIGTGIQLCDQASENNQ
PIILHIVEHNPQTITESQEQFHQVVPEIQINNIQEQDQKFENGISEQNHPIATEAQDQTLTEIRDENQIVLAVQEKNLTR
ASEIQDQNQQTLTEIPEKCLQIASPVTTDIQVQSPQVVIEIQEQNHQSVTEIQEEVHQTAPEIQVNVFQTSSDIQGQNHQ
IVTEEQNHQTITETQEDYSAVSEIQWENLSFSAEIQEQNQQIVTEVTKLASPSVTDIQAQSPQSVIEIQDDDDEDLKFES
DDLHTIPEIQEKNQQSPQFVIEIHYDNEDLKFASDNQEQDQQTAELQKERFQFASEIEKRDLQIVTDTHKQNYHNVTDIP
FATYIQEENEQLTPEDQEEDQHYLNFEGNQQFQLQKQDQLSVPQIQKQTHQFESKVKKRKLQPFSEYQQKGQKDHIQERQ
YIQQEFTIHSNQAYSKVQYIQTIQTATPYVPQLEISQENSFEVQPAYEVNEGQRDRELVSYTGHEHQNFVDEVSTPLPPA
EAQPGSTSEDISDPVSPEHWEQLESLDPSTICIRKTFNLIRDISESLVADPEQPEAEAHRKSIFLLRQKLADVCHKVLTE
IIHGRATDEIISILREILEQTKEIPPRPTPKRDLQEDISMGLEILKKIRGMLSGWYSSRESETDSTDTGTGFQAQNGKGF
GAGRQPENSFLSQKRRNQEENPRLIKYRRVDNSFPRLITNETAEDLIPNNSMAKRDQPQSSKRLSIFNPPVYTQHRVRND
APHVPTPFDDEESSQRLANAGPSSRPMTYSDAVRLGHNGISESRVNGHSSHTVRREPSRLHRSILSHEMNCKDQEQYNEL
IRTQTNYVGSRYLKPGTPPTFQRAKAQSATSSSCSLQDNQSNITDSFPSPHGRANPELTEYAKLINRQENEENRSPAPQQ
PKRNASNSSASHASTISSSASSSCSTCSTCSSSDTEPMLVKDSPEVKEANEANEANEANEANETKENDAPQPTTTRIKKP
DFLHRRFANCIFLRNDFAENFKARANRRQLESMHLLGIAEQQANESKDERLAYEKKLREVMFRSGAPHRPFFEIGPLEQP
EEKKETKLIPLTKEDHARFQEMTTIEVTTNLIFKYNLQITTDDIFTFVDGEWLNDAIINFYMSMLTERSEKRAGELPATY
AMNTFFMPRLLQAGYAGVRRWTRKVDLFSKDIIPVPVHCGNVHWCMAIIHLRNKTIFYYDSMGRPNQPALDALVKYLHEE
SLDKRKQPFDMTGFVVENAQNIPRQGNSSDCGVFSCMFAEYITRDVPITFSQAEMLYFRTKMALEIADGKLWQ       
>Dmel_FBpp0075663                                                               
MLAFEKEIVEKSRYFDLITKECQDYPMAKTMPVLKQPENFQEQEEDVVMAVQEKLKFFRKLTSNGPAVPTPLKVVEKEDI
GHKEIPKVVKKVDRKTKLLQAIPAVFKHSHNRRFRRSLFLRSNYIEQFRRWTDQKNKLNRKRLNEAHQLCLKAKHERIAC
EIDRYKKLILKQSVHVIEDIRISSELIPLTKEHHDRLMELSKYPLQQVIVAKFNLDICGSDIKILTSGGWLNDKIINFYM
NLLVERSEKRPGTVPSVYAMSTFFVPRLLQSGFDGVKRWTRKVDLFSMDLILVPVHQMLVHWCLVIIDLPAKTMLYYNSR
GRGDPNLMRALVKYLQMESEDKLGLCLDTSEFRIEDAQNVPQQDNMNDCGVFVCMFAEYLTRDAPITFSKKDMKYFRTKM
VLELTGDQLWK                                                                     
>Dmel_FBpp0076659                                                               
MEQYIVPLEEPVYSDLQVVQVPQDEVGSLVLQDDQQLVFNDQQQVVYQTTAPAQYQQPQQSAAPTYHIIGGDDLAHQQQQ
HQQQQQQQQQQQQQQQQPQQQHQQQQQQVVMHHQQHQVQQVQQVHYQQQQQEPQQQQQQLHMEQQQQQQQQYVQHQPQQP
AIQHTQQIYYTSEQVLQPNAIVQHMQQQKKQQQVLQQQQQQQQQYQQHAPAYQVQSSPQGQAQLLQSSQQQHQQAQQAQT
LQLQTSPPQQQPQQHQQIVYRMTTTQQQQRPLGMLNNTHVIVQQQPVLIQGPQHQELIMRQAIHPYNNRVVYATSPQQQQ
QQQHVIQQHVQQQQVQQHQQVQQQQQMQLQPTTQTAHLVQARVVPQQTQNVVYQQLQVQKVQPQQQQQAPQQQQPQLVAQ
QQPQLVATSAAGGTQLVRASFRKSPRGGAVLARPGTLITTRPTLTPTTIVRQVRPRGGAVPGGLVRNMRPAGVRPTRAQL
VVQTSASGEGQTMLVTQGQMKHITISTNLGQPQQQQQQQMQQQPRHIYRTHMVTDGNPQQQQQQAAQQQPQQHQQMLMMR
HGPVRYRAPVSSAVAAPVQAPAPTAAGGGVQTSNIGMDLEERIEAAVLKKEQQKPQPTAQPVASNQLQPMQIGTGTTLTT
YYPAGTASQEEEQQQQQQQQQQQQQQQQQVVQSQQQGIRPPSGASMTLAEYKKRQTLSASPAPVPPSNPGLAPMRATPPG
TMVRPTAKITPTQHAGALPPGTRIMQPQRPVPAAVAAPIPAPAAVTQGSSVMKTSHNNYEIHSQHVLNNRAGQEIAERDK
NSAKMLVILASGEQRLITFTLPRESCTVQDLLEQVGVPFDHNTTIQCVEHRGANVDFVVTVGFTVHESASELISRAEESL
QMNRSQENQAAVAGAAAAANSNPATTSASPAYAQANAAAEQAKREAASSASGNTVVGTVSSAGSAGATPSEGRKLIDGFL
AVCQLCGFTGVDHARCERCKRVFPEPPKRKSYVPKNSAASSPASSSSSEPVSAVPTAADKKRELAAARFNNKMAGANFAV
GVGVRGRGSMAMRGGRARGGRRVPEVDPVVLLSSEDEAEGGEGTSDSSNQPTNNSKLNSNGNLHELSAAFPCEPNLPEID
EEPLYKDFSRGDVRDLSDIPEADQFSASLKCSCVRLVPYRFEITEPVCFTTKGVRIAGILKDKDEKFELNIHKQEVIKVI
AHFGNVEPAQPLVTLYLLKTCAEYVKNQLKLPDDQHHEHTGFKTHSYHTRRLILLFDSISVSARGNIKSMFSCVDEISST
DAAEILERIADSDRKTQDKSSQPPPRQLRADEQVSLLMYPPKGTGGLCIRMEDFVCLTKESYLNDIIIDFYLLWLRNTLI
PEPQRERTHIFSTFFYKRLTTLTRPADMKQTAAQKRHARVQKWTKGVDIFDKDFIIVPINEQSHWFLAIICYPNLKGPVT
FDTNQPVEPQQLKRPRGKKVALQIGNTTITPLTKRAEGGQLPAALTAENVCRIADDESERDEAEGDESDMASEDSENSNS
AKEPAATPTSTTASTPSLSSSQPTATGPARNIASDDVPAVKQPLILIFDSLAGASRSRVVATLRDYLTCEYRVKKPDAQA
HVFNKDNMPGHCVKVPQQNNFTDCGLYLLQYVEQFFGEPIRDYRLPIKQLTNWFDFLTVTKKREDIANLIQQLMDEGNQQ
QRLILPVIEFPTLNGQLVEYPEDTESAEFEEEEGHDDEDPASEMHDENNAGTDMEVDPVNEEPALAGKTAALAPASTTAA
APTGKRFVLKRRLHNGAVSSPTNGNGEASSNGGALIPQLVSTAAATTTGVSSGVAHLGPRGPSGGLKIRKIEP       
>Dmel_FBpp0076952                                                               
MLAAKKVLKTKNQMEPLQDKKPRVKTKPNAKGKVKEKGTDKEKGKFKAKGNGKGKNKNKIRDSKTSTSLALERGSGDGPH
QLAEVSLVALRFMDISLRHSDVQLLQSANEGVNERLVAFYYAYLQHRRYRSELDLHFLNPGLAARLRHMNMRQLWAMVRD
RRLNEKQFILVPLSTHPRPHGHWSLLVISRPDSKFYHYDSLDNCHSPLAASVSETLRAPLEAWKFALVTGRCLQQERQAA



GKEGSGRDPASGIHLMCMTDHVADYVARCGYATSSLLIAVDQIAAMRTHLVELIQSLGGILPSKRGH             
>Dmel_FBpp0112811                                                               
MDRKEAVLKDQAVREELSPTVVKPTIGQQWLPASFKCNQRQEAQKSPCAGSRQPSGNKLGSHNSTAISSNSSMTSNGLQG
MQPAGDAPAISLWIRSIRRWSNREKTLTRRESNPFHISANWYRWPEHHHEGLYVSQQRILTIAILRDYLTCEYKAKYPNA
LAHIFNKDNMPAHRLEVPQQQNLTDCGLYLLQYVEQFFTKPIIDYTLPIKDLSNWFDLLTVTKKREDIANLIQKLMNENN
PKRKILPVIKFPTLNGQLVMDEDSEEENFKEEQRREPAQCKCNCRNKAAI                              
>Dmel_FBpp0289914                                                               
MGERDQPQSSERISIFNPPVYTQHQVRNEAPYIPTTFDLLSDDEESSQRVANAGPSFRPLTYSDAVRLSQNGFANSRVSG
HSSYTVRRPPALVDRSILSQEMERMDQEQYIYLIRTAAQSNSVGSHYAEPVTDNSEVKKVSETNKSDAPQPLTPQPTRLT
RTESLHRRFASCVNLNDDFAEQFKARAADCEEKSKHRLRLAEEQRLFSNFSAIKNIDELRAYERKVVENIFQSCIAHKPI
FVLGPLDKPNVKKVTKLIPLTEEHHDRFNEITQDDKSTEIIFKFNLHITTEDICTFINGKWLNDEVINFYMSLLTERSEK
RSGVLPATYAINTFFVPRLLQAGHAGIKRWTRKVDLFSKDIIPVPVHCNGVHWCMAIIHLRNKTIRYYDSKGKPNRPVLD
ALEKYLREESIFKPKKQFDTSDFVIESVQNIPRQLDGSDCGIFSCMFAEYITCDVPITFTQSEMLYFRKKMALEIVDGEL
>Dmel_FBpp0291088                                                               
MLPHDRKILRQHTRQNQNTNRRRPRFTNNSFHTKMGSNSKADPISLTFHDSCLRMSDVQLLHGPHWLNDQILSFYYEYLA
HMKYKTNADLHFIAPEITQCMKYMGDQELKQLLDQSNTTGKPFIFFALNDNETTDAGGSHWSLLVFSRPEKTFYHFDSYG
NNNTGNSLELMNKIKDLLGVRMAKFRPMRCLQQANGYDCGIHVICMTDHIADYLNRYEVIDGLPSLHIDTVKAKRTELLK
LILSLGGKG                                                                       
>Cele_C41C4_6                                                                   
MEVSTSYCTPAVNFKYGSFQDSDVSMREDDLFRMGSYNSQGYYADGTHLDGSIGEEDETSSGSNDQHMDFEEDDFDMESS
MTEDLVDEDEEEEDEEDNDEWTNQKRTDNQNSVAYYAAMEMLRIRFPFQSIAIRISDFCCLQEKDLLNDTMIDFYLNHIV
EHVLPDSNGSNVTVLPSIFWHNLSLRQHAFDSEDEKMMSDEQKMDLKFGDLHDFVADFDLQDFDYIVVPVNEWEHWSLAV
ICHPFTAQARTVIFDSQLTADLNNLQNMATLIESFMKYSYEKRTGNAMPFPLPCILPQRMPQQTNNFDCGIFIAEFARRF
LLSPPKDLDNFDFAREYPDFSTATKRTEMQRVVLSLSTNRARWRPLVELLNGYSTAAPHRAL                  
>Cele_K02F2_4                                                                   
MPHPKLTPKCEAPPEKRLAHLEIRFKDRRHIIPPLFHNGWVGRNEDRTLLNDTIIEFYMCDWMRLEVFDEATRASSHVFH
SFFLPKIKTCFKDFKENPPRRSELANHYNRFFRSKNDAETFLKKDILLIPVHLDKPKHWFLVIVHNPSGAVRRISDVNIL
DATNKVKSRRLSRRITGHVNCDENAGECRIIIMDSLVHSKKYREVIDKTHDSTFDHIRLWLLMSAAATDVDMFCTRFRKV
VCQKLPQQKNSVDCGIFMMAFAEYFTKYNTAWQSLPTDALADLKMDDDIKSLLNSETPRQRLDELFQSLKA         
>Cele_T10F2_3                                                                   
MSRRSDLSDKDSQSRKRHWLTDQAVTNEEKEQSPTKRTRKTKSQGLGGLFNTFFGMFVSSNSGEKEKTEVSGEVQVQEDD
EIIVEGTTRRVAENKKYMIFLNEDAPVRANAGSEENEVIIEKHVQKNVEIRNDEEKQEVQGDLVLTLSSSPKSPKNLEKS
FEVQQDDEEPDVLFEKVVKTPNKQLQEARRFQNELIFLNDNPDTPDDVSVISDSRSKEFISPTPDDSVSRPITPSLSSLS
NYTSNNVRDYWRRNSAKKPEVLRRVPVRHQFKHSTSVRKMNTIIDLKKIKNHLSSRDRLLQGVVASGQYEAKAISGIVEK
KPKKMQRTSSTDILARAKNKIAELGGSRSNTPSLLSREPSIIIDSEESTSSSYRQHARSNSSESDSYRKLNDILSQINSL
GIGSAYRGPQRYQNSYQLSKQKEDKLLEEARIREGHRSQTRGDRLEDVRKRLELQGIAIRPKVEKKKVDDFMALPDAADA
LVERAWSGGNPNEQFVDAFSIQICKKDLATLSGLHWLNDEIINFYLQLICDRSNGDSKYPKIYAFNTFFYSNIVSKGYAS
VKRWTRKVDIFAFDIVLVPVHLGMHWCMAVIDMGEKKIEFYDSLYDGNTAVLPALRGYLEAESLDKKKTAMNFSGWTIQQ
MTDIPRQQNGSDCGVFSCQFGEWASRRTTPRFTQKNMPYYRKRMVYEIVSKKLLATI                       
>Cele_Y38A8_3                                                                   
MSDSTQMEANAAINEIKKRTRKLDQSLQMRFCADQFFIGNHCTKLASGKSIIISQNSKNRICLRFFMAADPLVGYTGRDF
GIAFNQIDHISLKDEQQENPAVLICTLNLSSYTKMCKLQTGLKDVVEKPFLYNKSLARNLTFILKPWNDDPDTFVKISYN
DEHREYVHSYDYDVAKSLMFKEVQAVWEQSLKEQLQRRHQTGRVYLTSQLSEMTPREWVQFLADQKLSKIVCHNGSIQYA
RVEDNPHGRKHTAVATNGFDHRGTRVLNSFGKAHASLATQEKSYAKKRKLTEQSLKLIYRNDRSVWLEGSCAKNLKMPKI
NSEPNMGEFMGWPDMDNAMTHPTSNFENEDVMKSTKQPNDFVSFEQLQAPPPVLQRQNGAIYSTQSVAFTHISGNDGVED
LTEKISHLGEEAYNIDMANALHAFSDNWHYEIHPNTVHNASFEQLHIGDGNSSIGTIGFNPLEPYPQSSFPQSNNWQQAH
GDFTFPQVSFPNTQQGSCLPSTPTAALPPTRPVVEKIPPDTQLFTFPPSGSCTTGMDPVVLLVKDIKTLDRKEFLNDSVM
AFMLNYIAFMLSSELMKSVHMCNTFLFVNLTRLLPPLCFSKRRPIEPEHIKIVKDNCPRVLRWTRKFDVLAKDYIIIPIN
EDLHWLVIAVINPSGAIVDMSNEEASRAAPKCYIVFFDPLSGLDPSKKNHMCHCIKIYLAQLYENTKAPGMKFASKNPTI
YDEERVVVTRAENTPIQDNFYDCGLYVLHFIEGLFCYPNRPVNVNDFPNFDWSKFFPEANKMCDLMRDKVYNLILQQADK
PARSRLAKFERENKCGLSREGALRKARRHSAVNERRTKRHRDYYARHYSLSPPHRNVMNDDPTFMNPRGLAEMPITRLVR
RLRIPEDNFPIAY                                                                   
>Cele_Y48A5A_2_1                                                                
MSVPPDFRLSYESVVLTADDVTILEHTGCWFNDKLLTFCAEFLEQHNSAAAEIQIFTPPQTEMIRHSTCDEEVDMYFGCL
DVNSKDLIAFIVNDNQDVTRVNGGSHWSLLIFDRKIDKFRHFDSARGHNLKIAENLMQKSRKLVRQRQSQRNLEPELCLQ
QKNASDCGLHVAQYLAVLAEQKSADAIGKLEKIDKTRGFWRDLIVNFEAK                              
>Ctel_108145                                                                    
MASEGKVILSFHDSLLRESDVKTLDSGQWLNDQIIGFAFQYFENEVFSEYSNQVAFLSPEVTQMIKFISSQEASMLLSAL
ELSSKQLIFFAVNDSDSATASGGSHWSTVCFNRTLQRFEHYDSLGGNNNYAAKTIVSKIAPVVQCELELLSVILCNQFRF
IYSGCDCGVYVITLVELISNKILKSKKCDVMDSTEIVKTKRKEFKDTIFQLAKKS*                        
>Ctel_165789                                                                    
MLSEEQQQKTHLFSSFFYRRLTQKQSRRQTNEDQANMSLPERRHSRVKTWTRHVDIFSKDFIIVPINESAHWYLAIICFP



WLQKPIVAAKTVKEEQDSTSTPASNSTSESTEAALQSSEGSQESAAEEKPKTPAQTKTAAKAAARILKSSTYIAKQPCIL
IFDSLSGLGRSGVVRTLREYIQTEWNMRKGSTEGMRLYDKDNMRGANPKCPQQTNFSDCGIYVLQYVECFFRSPIKDYGI
PMNLSNWFEESEAKHKREDLRLLILGLQQELNPDLKYDPTKDGCLPELPTAATSLDESMDASQSSSS*            
>Ctel_224463                                                                    
MNHSLLVTADITCLLPSDISQPRPEAEVLVEGFRLQLNRKDISTLAGLNWLNDEVINFYMNLLMDRGQMEGRPKVHAFNT
FFYPKIMSSGHNGVRRWTRQVDLFAMDFVLIPVHLGMHWCLAVIDFGAKEIRYYDSMGGQNNACLNAVRDYLLAESMDKK
KKKYDMTDWKQINMKEIPQQMNGSDCGMFACKFAEYITRKAPISFTQENMPYFRKRMVWEIVNKKLL*            
>Ctel_219109                                                                    
MNRRFYPLSCDIKNIVASHRTKRLSADFDQDLVDRLMKLSTSNGNEFFRPYKKGGAGLLLIYMSHDMVHLLRRYWQYGIL
LDATYRTTKYFLPFFQLVVQTNCGFQPVAVFVLETEDSMSIREALEIIDEWVPLPSSKKLNFIIDHSLPEMLAIEEVHPK
AGIFFCDFHREQAWCRWVRGSSAAGENLLSMLRSIAKSKSQIEMENLVDQLRMSEVFTPKVAGWLNKHWLNHLQKWVAFF
RPAFLPTTTNGVESLHRVLKHSFLKYYSDRSLHGFMSAVMVKYLPEQFRKYRAANLSLLSSRTFNKEIPEFLRNRPQKFV
KHCASRLKRTHDVSVLPRRSQSDDRRVIGSTGSTYTVTADPVNYRYLSHDLFTVDLEVQQERKQLVPTKVCIVQGKNCPI
PTETPMSLKEAHKLPLGISRPFHAKPPLSQKRSSIKSEDEHAPEVWQQAHSVMPTHQLARHGAYFLTAADFLSLRGNEWL
TDSIMDATIHKFVRNDVQNILHLPSQTMTAILNGRVDLLTKTDFTKYDSIAGTYHQHGNHWTGLITNLQNACILYYDPFG
EKANIMAQIERNWRAFMNARGNQRSFNIAPAVDEARQADACNCGIFTLQFFSRMLKAAPSLLPPMKGRLYLSNYLFDESD
PLDGGRDDINAYTKLVFS*                                                             
>Ctel_216730                                                                    
MEIQRRQSVKNPAGYLVACRDGILLRDVELATVLKTDEWLSDADVNMFMHCAALQAPLLQIRVLECFAMRRLIEGKRLNA
RVLKNIQDVDLILGPILESGHWTLLVMYPKERRSVYIDPFGCSNTALERFKQISRRMMRPHFTSGVDRWGIQTLQHTRQR
DGSSCGVLVCKFAQNIIESKPLEVPNIMAARKEIVTMLLDYTDLTMLDEYCTYCCCMEDDGEGVIEWFQCQDQIVLEKKG
VIL*                                                                            
>Lgig_106350                                                                    
LLTYPPPPTKFALTITNEDLYCLNEGEFLNDVIIDFYLKYLLLEKLSEKDRERTHIFSSFFYKRLTQKIPKTAESTADRN
KQPHIKRHSLVKTWTRHVDIFEKDFIVVPINEHSHWFLAIICFPGLEEPQFCPFLPVPLKTPESVPASHKAAAASSIPCI
LVFDSLAGPSRSAVCRILKEYLQVEWDIKKGTERNFKDIRGISPKIPQQNNFSDCGIYVLQYVESFFECPIMDYSCPMKG
LDNWFLHEVVANKREDISNLVLRLKDLYPLKKS*                                              
>Lgig_111618                                                                    
MFTDHNLLTYSKILIPIHTPHHWSLVVIYVDSKTIKYYDSVVHKKIGYQCMRKIRDFLLMLESIQPSNWIQIYENETTLQ
LNGYDCGVCTCMNAWLILERHSLKVRRQEIVKFRKLMISQINTFRL*                                 
>Lgig_162012                                                                    
MSLLSLSFRLDNCLKNVNILGVYKPPKTPVANLITAVGNVTRGWKIDDYSLVLGDFNIQLNSKEYVRLNSELNGMEQCIR
EPTTNAGTTIDFVFSNVPCELNKCGIIENYFSDNKLIYTVIASKNSMAFDTLKLDEHIVIPKRIVEEKKIEFSEQKCAKT
ISRCKAGKNDRAVSEQKCAKQISKCKAGKNDRAVILSDLICCRGFGYSLKETDLNTLVGKNWLNDQIINFYMKILERDED
LSGTEITMLDTFAYLRIESNMQAAVDMFTDQNLLTYSKILIPIHTPHHWSLVVVYVDSKTIKYYDSVVHKEIGYQCMRKM
KDFLLMLESIQPSNWIQIYEKDTTLQLNGYDCGVCTYMNAWLVLGRSLKVMNTELRTVEQELPEKTTASDDERLFSEEME
TDTVNEMEILKRELEELKSRVNRIELSIEQILPSHPLKRRKAATSI*                                 
>Lgig_182489                                                                    
MAEEDDGAIVLNFNDSLLRASDLKLLEGPHWLNDRLIGFCFEYFEREQFNHSADKLSLISPSVTQFIKLAPVEDLAVLLE
PLNLPLKQFVFLAVNDNDDTDNSGGTHWSLLVYIRSKQEFHHFDSYNHLNEHIAKKLAYRLQPFVHAPRGRMKFIEIDSP
QQKNAYDCGVYVISIAEHLCREFCECINNVTLSHVVTETSVSQKRNQIKELIHKVAEEHAS*                  
>Lgig_201054                                                                    
MKALEPFTETIVIEDEESTQTLPEITADMKEIIEKALQSGPTQAVLSEGYKLQILKQDMLTLKGLNWLNDEVINFYMNML
MERGENDNMPKVHAFNTFFYPKLMGAGHSAVRRWTKRVDVLAVDYILIPVHLGMHWCLAIIDFRNKCIKYYDSMGGNNNK
CLNALRQYLCEESLDKKKQQFDLSGWTSVNVKDIPQQMNGSDCGMFACKYAEYITRGAEITFTQDDMPYFRRRMVYEIMK
KKLLQ*                                                                          
>Nvec_XP_001640948                                                              
MEQKINAALAPGNPGDNLTEGFNLTITRGDLATLSNLNWLNDEVINFYFNMIAARSKEDPVFPKVHFFNSFFYPKLIKTG
HASLKRWTRKVDIFTVDLILVPIHLGMHWCLAAIDFRKKTVLYYDSLKGTNIQCLDALQKYLKDESLDKKKVPFDTTGWT
AACPKDIPEQLNGCDCGVFTCTYAEYLSRDAKFTFNQLRMPYIRRKMVYEILSKKLL                       
>Nvec_XP_001640935                                                              
MDFSVSRDVRLLVLILVIIVAHKARGQRELLCSKATDLAIILDSSLDIGNEWQNMLAFSNAMVDAFNIGANKTRVGIITF
SQNPELYLGFNDLQGENVTEEAIKGRIATIKHQRNPGRFIDRALRFADKELFVARKGMRVDPDILRVLVVVVGGRQTRNG
FPVNLRQVARPLRLKRVDMFAVGVPQLAEIDDEDLIQMASKPENVMTAKTFAESVSLVEEIAKLACGIKILECFLIFSSK
SAFLDPQMSVPVLSKYATSLEGNIKNRYIQKIEKIGIDPATIPDEELNPECLPPIEQSDLFSFLVLETSHYTNDQFKNYK
SLEAYNQVVSGFVASVKGRIVSDKYVVVAKVRHSQRMNDPLVDIWLIKGKDGRIFSAHCLGCKAGLAESCSHIASVLFYI
ECWTRINGKLACTQVKCSWLLPTYLKKRAKAKVAPSQVNQAAMLKTTICICNEKATMTDRLIECHNVNCSNGNFFHLKCL
GLKRMPNNSKTTWLCNICRGKKGNTMPCDKPTTSTSTTPITNPKSPATTSNLSDDDDNDSEDEIEITKVSTSSGSVNKYA
ILANLNNADYDIISDPAGWLTSDIIQYAQVLIKEVNPAIEGLQRPTLGRVRNFDVVSSEFIQILHTGSDHWVCVSSLGCP
PGYVHLYDSLYHDVISQEIEEQTNDLLGGSLISLDFVPVQQQSNGSDCGVFSIAFATCLAFATNPSHFTFDIPKMRSHLL
SCLKDETISMFPSF                                                                  
>Nvec_XP_001640237                                                              



MSDKEDRRIVLNFYESLLRKSDVALLEPGQWLNDNLIGFMFEYFEHVEFRDGSKDLLFLSPGVTQLIKLTRGVELMAILE
PLNLPKYQRVFFAVNNNEAKMSTGGSHWSLLVYCKRSNIFSHYDSLSEANSNAAKELANQVGLILKDPGPSYEEALCPQQ
ENGSDCGVYVIGITEHLCKQCTGETTVKLIDAVTPAAIARRRQQMKELIVKLAKAS                        
>Nvec_XP_001637507                                                              
MAAHWSNETVTVFTAVVYFKDEKNDLQHVSYAIISDDLSHDKGSVYSFNAAIIDDIKQKINFEKVHYWSDGAGSQFKNRY
NLSCLLYHQRDFGSEATWSFFETAHGKGPCDGIGAKVKRVVWRSILQNKSVVTNAAEFYDAAKKLSKSINILFVSKKEVR
DVVEQLEQRWASCKAIPGTHSLHFVAKRDDTTMITAKNSQFMQTDQCQEQTLIVIPPTCSANADHTCTAEYDQAFTTSNS
TSSSITVEHGLPSHLAFKFNQYQSYSLPNHMAVLSSAIVKGQQSEHWFLLVALPLKHTIIALDSLAGYKAKPSAISAVHK
WSLLTTNNDALDPQQWKFCSNSPQDIPQQGNSYDCGVFVCMYARSLVYDSDLVTQPDVPCIRRQMIVELHSQSLLPLESC
IRQGSYYAVDYVSNYEARYHLNVSTSFAIIDGDGGEF                                           
>Nvec_XP_001635289                                                              
MGDLLTKEDECTFLSYKEPLVQFLLDETNKFNGGNLIDQKDLQALVGDNPNDQDNCICNFVIDAYFDRIRKDSASRGIKA
KAIECKKFDNSVAKTLASTLSFSILEQDAVIVPCNAAQHWTLLVVLPPSNEMFVLDNMATTNVKPTSLKVVHKIQQDIAQ
QSNNYDCGVYVCAYARSLLLQSPMPSDCRRFRLHILFELHRGTAQPFDVNSSPVVGEYYAMEYERKKQVTFYIGRAVGNS
STAPEPRLPQLKKVIQSGSSGSGHKFAILNYYYHYHKKGQREWLGIAPVRNFHREDEEGELSSEEDEPVYVELYMDKPLT
SKEWLRNTTRKKHFQERLDKIIHRETW                                                     
>Nvec_XP_001633600                                                              
MAAAEYNPAYADVTIDVERIENLPLDGDLVDIRTVEFAGKDEDGEPKKELWLPPVGTAEPVSEDSDPLVRMLLDVDAKQE
AMLEDHLNLASRVGLHTCSDYFLCKPCHAEPGMQPGERICRMEFGSEYHRGKQRRENPDIVTDRNWADLLEVARDHPRVV
RYSRYNLQSWRANCELCAIFSPPDNPSTDDIIATYVPMHAKKMSQQEQLKTASKTVNAVDSADKVSDHVMSVCSWYKFAC
KNGKVPVVSGGSAHATRQLQEYFCRTMMLLHWANWFSLDELKFADDTWKYAFPKFVTTDPCPMLVKALVVKPSRQAEGRL
DKQIEEDEKLENGILMLPDVSPQTLDEEQRSMVSLILLTLKRYFDKADDYVPLRVVGSATGGTDKYYIIKCIQRQVFGKH
NAVQVVMPTGNAAFLVQGTTAHSFLSIPTGGRSCNELTVPAGNVLRKLQDKCKNLAVLIGDERSMVGRTMLGWMEQHMRP
KTGSKMLATSRGRRFTLVPCFGHQLLHKYAVQSISKFVCLQSNEVWTRLNGKLACTQVKCTWILPTYVKEISYAPVKNIN
FSSSKKLKQNLDKAVDDVITTLPNQDKCFTSTKPEASSKFLSPSEDEKNSFYKALNLCKKKPVVLSLVKPYADSFILKSR
NILTIPDLFEEKNLTLEYHQLIKICSQTNISISETDINEIEKDTRSQSKGRAFFRHRAGRIGASVSKQASHTNSAQPSQT
LVKSICYPDIFQFHSAATDHGCKHEQDAINAFREKMKISHLNYQTIECGMFVHQDFPWLHGTPDFLSVCDCCGEGCGEVK
FPFCLDGADFENYATKPNSCLEKVDGEMFLKRQHSYYQVQQQLFATKKGFCDFIVCGFTDTAATFIHERIMPDECHWNHV
LPKLSQFWRYCILPEILGRWYTRRSHLLKAVEGCKSLCFCRVETEELTMKCHNEECPISLYHPSCLKISEFPVNWLCPHC
QRLPEFKRKSGKVSKKKDHVMHEALKFTTICICKTKANVDDKIIKCQSKECKSRQFFHLSCLGYKRRPNNSKTSWMCNYC
RANGTTDQATTPKEDQLLCDIDLDIDITKVAEKKSEKFAPLGTLNDEHYNEIMSPDGWLDCDIIHEIQVKLRNANPNVEG
FQRPTLGPSRNFDVVSGEFVQILRTGNSHWVCASSVGCEPGMVNIYDSLYNNVIADEIESQIICLMGPNVYPGLQVVPVQ
QQQNGSDCGVFAAAFATSILHYIPPETVQFDLSKMRKHLFECLKAGIMEPFPVI                          
>Nvec_XP_001630506                                                              
MSPGKRKSVIEAVDSSSKKRKPAEDPRKQRSDALSDKSIKEVEEFYRRDDISRMCPGKKDCVSVKTSKGREVRKKRLLLY
NIAEVHQMFNKRESDTSIGLSKFASLRPPEVIPITLRDQEVCVCKYHENIELLLSEISKAVPGVSKTADEMLCKTVCSTN
DAKCMERDCSKCDVEGSVNDMFDECNEDQSVSYYQWETSDDGIVRKVQVNCNLGEAKDDLIVQLQPFGRHVYNIRRKGVI
SPNDLSSLQGGHAKEEDNFLTNFAVDTYLEMLQTASPNIVVFPWEQFEKSSIIKRQLSAKGKLLEKDLIIAPCCPAGGNH
WFLVVAVPKEKTIFALDSLAGSFIEPTAEAAMCKMWHILKKADGSLDIATWRFASNKPGDLPQQANGIDCGVFLLMYARC
LATGAPMLCKILTSQQLETR                                                            
>Nvec_XP_001630377                                                              
WISYHCLLSHNYSLLVYPPPPQQGGINITTANLDCLQEGEFLNDVIIDFYLKYIFHEKLTDFDRERTHIFSSFFYKRLTQ
RASSETNLSVIERMHSQVKTWTKYVDIFQKDFIVVPINESSHWYLAIVCFPGQDRP                        
>Nvec_XP_001628687                                                              
MAAAMAGPVTHSTAEWLVDRAKDSLKQDKFYEAKSWLLTAKTLYPRNFYIQNCHKNIKLICDCLSKQITEFPSYAGDFVD
NFVCSPNPEECMHGKCSQCPKFLDELEYDDTTVTWYEWERTTVSVPAKEGKDGSTTTTKKMQKVCKEGTVSDVLASLEKE
LNERLDSLCIKKYFTEAQVIPGISSFHCIEPDEDGFVNEENNLDEPVTKTRASTSKGTCCSDDLIFVEKTATSNSCTSST
SKETTQQCDVHMGLPHGLDTSTFVPMIPYSLPKYEMNEVEAVVGDLIQFNGDQLIGPADINALVNNSAPRSQDMWLTNFI
IDTYFKLIKSSQENKRYESPLSYDLILVPCNTPNPNHWFLLAVLPHMKVVFVLDNRAVDYVKPPTQKAMNKMASVLSKLG
ANIEEWGFFCNTKVDIAQQSSGNDYDCGVYTCLYARCLADIGHMVEATSLPQFRNGILLELQRGALQQIPYPTIEREKYY
AVHYQFNSTCKYYIGRVLSMEG                                                          
>Nvec_XP_001628551                                                              
MSLFGRKHDRSEDESTTPTKTSKKQDLEETPMKQNYSNTDDDQASSFVEKVWPLLEVKMNSWIEGKLHSLVTTVATEDVT
KLISSDDFQESLTEAIGLNEFKDDLMNEIEDKFGKSEQYSRQKNIRIGGIPEDDSEEREQTDGKVINLIKENLGITILPT
DICRSHRTGKKKDSKPRQIVKFTRHNTKLEVMRKRKELKQKKSSIFINEDLTQQPRLKMKKTVITGTCHTFNSIEKTGKW
RSNVNLSKYSKVLIPGQFDATNHWQVCVVDLDEGTIALVDPMSLETDMDSVVFNEMRQFLEKREGNKGKVEWRQKWIAHP
LQTDCVSRGVFILKIAECLAWDMAISSTKDDVDEYRYVIAGRLITEKW                                
>Nvec_XP_001626889                                                              
MFLECSLSALLLGVVGFHILYRISRWFQFYVDYFSYNIAMVLLGCLAVLVALLRPGNVNNFYRTSRLLYWISSKYFRVRV
EAKGLENLPENKNCIIVSNHQSSLDMFPILRICPPYTTFIAKRELLFAPFFGVAAWLTGTVFIKRGDSRSARGALDGAVQ
RITSERVPIVPVVLSNYIPVFNKKNKTFTPGQDFDVPEENGTDEINSDSDYDSWFQEMDRKRQKALHSSNESARRMVKRE
LKRNPPSRYFVGEKVLVRLPQTKKLVKGKRISLRGTREALVLKADHSEHKYFVQIDNPEAPTIRQSMWIKVDDITSLTKQ



DESKRQKIVKEEINGKQEQQLQMTNETFADDDIEFEDENNNGSVLDNAITELVSDKELSGDTVNLYTCFLNNYYASTRTV
TASTYFYPSLDRSNDAEETPSYRKYMKHKLLSEIDYLVIPIHLMELKHWIFVVLCTLAMTLELYDSAGVSEAHKDVFANL
KARFIQKRWNLRKIVAKFTSPPVAMPDESREMRQDMADDILNHPFLAATPDNLKIQDLFLKEVSTKDVLDQQVAAAGCVY
RKDVPMDGNCFFYAVNDQLIRLKCPGIPHNVLRQNMVRYLEQNPFTPDGTHLGEFINHRAWDSYLHNMKREGVWADWIVV
WATVNMLDRDIAIVSSTGSDVLRIITPSTSNKSTDPGKEGMILLGHNAELHYYSLDIAEKGSHPADPTSSLIKKYGEGKV
TVQFCQKCNKEFKSYSGGV                                                             
>Nvec_XP_001624682                                                              
MSFLMGNPVTFLVPQANNISHSWSSCVRGGLGLPISPCFPAVSCFFSRRERRVCSTKCWGCPLNFGIHGENLAVCPHDTC
TKHDHSEQDQYLYAEPLNYPQMSVPVLSKYATSLEGNIKNHYIQKIGIDPATIPDEELNPECLPPIEQSDLFSFLVLETS
HYTNDQFKNYKSLEAYNQVVSGFVASVKGRIVSDKYVVVAKVRHSQRMNDPLVDIWLITGKDGRIFSAHCLGCKAGLAES
CSHIASVLFYIECWTRINGKLACTQVKCSWLLPTYVSNVTYARAKEIDFSSAKKLKEKLDDNIESFNEYSQSRTVGDATN
KIMTPSVSAEDVSEFYKKLNQCETKASILSLIDPYANQFISKSRNIPVLTDLYESSNLDLKYPELLRKCLEVKINISDEE
IDQAKSPGFFRHRAGRIGASVCGAVFHGNLAQPSQNLIQSICYPHLFKINNKATKHGCKYEEQAIKSYEHHMKSLHTNFQ
IKRCGLFINKDFSFIHATPDFLISCDCCGLGCGEVKCPISDTNGNFNEYSLKASSCLENVNGVLKLKKSHNYYYQVQQQL
FTLPDRKYCDFVVFAIDSDGNSHVLCDRINPDPSHSSGVMKKIETFWRICILPEMLGRWYTRRCDLPESKLIDNVICFCR
GQPNDDIVSCTNADCPYGQFHTKCLSLHNVKMPKQWYCPHCCKLPQLKKRAKAKVAPSQVNQAAMLKTTICICNEKATMT
DRLIECHNVNCSNGNFFHLKCLGLKRMPNNSKTTWLCNICRGKKGNTMPCDKPTTSTSTTPITNPKSPATTSNLSDDDDN
DSEDEIEITKVSTSSGSVNKYAILANLNNADYDIISDPAGWLTSDIIQYAQVLIKEVNPAIEGLQRPTLGRVRNFDVVSS
EFIQILHTRSDHWVCVSSLGCPGYVHLYDSLYHDVISQEIEEQTNDLLGGSLISLDFVPVQQQSNGSDCGVFSIAFATCL
AFATNPSHFTFDIPKMRSHLLSCLKDETISMFPSF                                             
>Nvec_XP_001622771                                                              
MDIDSDLEICEMDEDGDSTRDSNDDTLSQGSGGDILIQLGLPEEIKNNLKEHCTEFECNTCTSTLVQLIIGEGVEFEGDP
LINMRDLKEVEGKLPKDKMKWLSNFVIDSYLKIVKSESTNVEVFGWEEFERGVENKKLEELLKGKGNLLEKNMVLFPCNP
VNSEHWFLGVVLPKEKTIVTIDSLPQDYIKPLATTQVDKMMFFLKEVDKSITIVQWSFYTNKPYEIPQQVNLFDCGVFTC
IYARCLATKCKMVTQQDIPAYRLLMVRELHQKRLSPIPPLPIQKGELCLHGGK                           
>Nvec_XP_001621679                                                              
MTFSQKLVVTKGLLKYMIPLFLVYFAEYFINQGLHELIFWKDIWITPAEQYRWYQVDYQLGVLISRSSVNILPIKNICLL
TGLQNWKLLVFKMSEKCLTDFSNSFAHLSAFELTKAELKNAVRPIHKLFSRPEVVCSSCGNSSSRQEDFYDLSISITEKV
SFTGRQNDPKNNRRAKMSARTSEKKSSYALKAFLVHSGTTCMNGHYVTYCLKDRQWFRLDDAIVQLVLLAQVLASRAYIL
LYEKETSVYPEDKQSDVKSADLPTGSFEIDLAKAKITVFGRGNANANVITIKAGTRSYCQMFRGVVITRRSLKRLAVPCK
APSDISQYWLDDQIVDGFLSLLAKDFEQKVSHSAMGTNGRNFYFFSSFLYVKLMRRQSAANMVYQANKDIFSKDMWVIPI
NTGMHWSILIVNLTIRTLEYFDSNLSTKKSLSTAKEIFKQISAGWLKYKPASLGIRHNGPYFIKTT              
>Nvec_XP_001620626                                                              
MEQVSRVSRVFRHLGTWRRNLPMIPWRGGKQDVPVLRYPNRIFVGGVAFQTTAIELRELFESYGAVRDVKIARDGEGVSR
GSNDAEETPSYRKYMEHKLLSEIDYLVIPIHLMELKHWIFVVLCTLAMTLELYDSAGVSEAHKDVFANLKTKFIHKEMES
KKNSWSEHVNNRTPRQSNVIDCGVHMCLMIKRLLQAKFTSPPVAMPDKSREMPQDMADDILNHPFLAAPPDNLKIQDLFL
KPI                                                                             
>Nvec_XP_001626756                                                              
MVLELSPGKRKAVLDVCGIKCEQPKLTTTRKMRSDALTDEQVTEIEEFYRRDDISQMMPGNKDFVSVKLPDRPREHRQKR
NLLYKISETHELFKEESRVVINSAQEFAQVVAENECQKGGLPNTLRDVLSSTISYTFPHYQEALVAAVIEEHVSFGGSRA
ISDSDLKNLSAWLGSMPSLPMKKLFLKCGYPTTLCPTTWHFYVNSKDEIPQQTTAYDCGVYVCMYARSLALSCPLVLDAN
PVIGAACFDWPRRDDIAIIHTGCILYAPVHLKGNCPFTIPVHSDLEESHLFVKRQNKQKAKKKFQEWGILGNPGVFCSNI
SLARKITAGEQ                                                                     
>Nvec_XP_001625944                                                              
MTRGFKKWIEGTSLVKRISRKNGEKGTKKESALQADHSEHKYFVQIDNPEAPTIRQSMWIKVYDITSLTKQDESKRQKIV
KEEINGKQEQQLQMTNETIADDDIVFEDENNNGSVLDNAITELVSDKELSADTVNLYTCFLNMYYATMTLELYDSAGVSE
AHKDVFANLKTKFIHKEMESKKNSWSEHVNNRTPRQSNLVDCGVHMCLMIKRLLQAKFTSPPVAMPDESREMRQEMDDDI
LNHPFLAAPPDNLKIQDLFLKEVPTKDLLDQQVAAAGCVYRKDVPMDGNCFFHAVSDQLIRLKCPGIPHNVLRQNIRGGC
TLFKKGPMGVAFLGVGLVARDLLEITDWKEKEKPDSDAVRKKCIAEGNSLSFKRAREIAHTEEATRLQMNAMSDPQNQRE
VNSIQNNNKARKQRKGKTHRVNRSNKKPGDEKGASAQHHTPDKCGRCGNTPHKKGQKCPAIDSECFA             
>Nvec_XP_001624869                                                              
MELYLQRSCEGKGISVYKGDVDEIGIKAGTRVRCQMFRGVTITRQSLSRLACPGKTSQYVSDFSQYWLNDEGEKVYIFSS
FLHRKLLNGNKSAANMVYKVNEDLFSKNLCFIPINTGLHWTGLVVNLAEKSSSYLNKIYPSHSQMQQQRKLLRVSAYRLA
AYRNFTWWSHGYLGKKRRKAIPACAVGKIRETYPEASGIYTGFNAGL                                 
>Nvec_XP_001623640                                                              
MLTDVSINVSQNMLHELFPLCKGLEDTTLGTTLQFSVCREEFAQILHTGQCHWVAVSNIGCTEGEINVYDSLNSGTVTSF
TLKQIFAIVHKQEPEIIINIKPVQQQNDGTDCGVFAIAFVTSILNGQDPSTASYNSKRLRPHLLSCIKNGRLSPFPEAPD
LARVQRCKDARVVGTVHQGRGVVLRDMPLEN                                                 
>Nvec_XP_001621685                                                              
MQKTMKEGTVEEALDCLSEKIPSFLEHVFIKRKQSAFFEDSIANLNENEAVVQVDFSENYACQHQDEIQSAHWCQEQVTL
FTVAIWAKDSANTDTTCNSHVIVTDDHNHDKQSIAVFMDYTINTLVKEMFPQVASVDIFSDGPSSQFKNRYMANFYQTLQ
QNGVKINWHFFASSHGKGVVDGLGGTVRRVVWTAVSSRQVPRVGNAEESAKVANALCTAISTHLFLKADIIKASIILGLD



NCFLEAKPIPGIAKIHCLEPSEGPSLHCHLYSSQPSPHKVIHLHGNQDISWGESSGDESGGSVATYESSEDSDTEIVTWR
YVKWIKDSDSTHDSNDDTLSQGSGVNSEHWFLGVVLPKEKTIVIIDSLPQNFIKPTATTQVDKMFFLKEVDKSITIDQWS
FYTNKPWEIPQQLNSFDCEAIIHFKSEYSKAKLSSESQEARAERLSRRYHARKLK                         
>Adig_858v119007                                                                
YYAGIISKGTFQRDFGTHTDSVALKDSGLNENLEKRLECWQTETDQLKSVFRELGKCKTKNLLKKNDQLAVKVARVEKEM
LKRVCLEWKEIALVCRDRVFEESEQEDIDLFDIKCKEWGFLLRELFGSGLGTGDYAHLTIDHAPMLMRRFFTMKDYSQQG
FEASHKDQRQLWLKASSHDCKGECASVEQMLVHFYAEKTLFLRYCFQEALRAIQDGTGANNFNFHFRGCGWKNKTVTWDE
GEQSWIKAVNHLYTMMFGDTSKKRKLHSRREHLTMECTEGTLSSKKPRLTGRELQGKDSNGSGDPKPTVNILAASTAIDN
QGNQDRVIATFPDPPSQNRVTVLQMDLDTLEDGQELNDAIIDFFVLYSTSNHVSDKDAMDKCHFFSSFFYTKLSERVVKG
KGLVLPSDHERHSRACSFTRRVDVFKKEFLFIPVCRRSFIFVLDSIAWSNRSIPSPREHEAEMIRRCEWVAKKRSTLQVD
EKSLPLVYPKVPQQGNGYDCGVYVLLFLTEFLQRKLPVAQLLSDEVLQWYDQGSAVHLRLKIREILLKLEGKRVKGKQ* 
>Adig_5002v104155                                                               
MICKGKSAGRMLLKTGTKSRWMSLKLSQKFVTFSGFKRHGSVQEELKAHEKKSADLPKVLYLNSFFYKNLSSHGTKWVSR
WTKKINIFDYSKIMIPIHLPGH*                                                         
>Adig_5930v123057                                                               
MHSQVKTWTKSVDIFNKDFVFVPINENSHWYLAVICFAGHTKPTYMEEITDDDETNAKDEDPDTDQGTEKESENDEDGSE
GEGTDVDLPSLAKIQTAYSKRGNRKKSLSTMVMKSQSNSPGITLPWECDDQSQETN*                       
>Adig_7436v124208                                                               
GRKSRFCNFLQDAIGTTSTVEMPPNPTTKSWKAWFDSALYHADHYFLFGDFINNELILSGNSACNSLIRLEPPGASKTAS
TESANIIVTNKRKAESSDVSYKQKKQIEKRVSFRIHYGLQNLAPTLNTEASCNFPECNRPLRSCLLNGTVKFQGDTVIDG
GDIIGLLGGNSADEENYLSNFVVDSYLKLISMESSMKGLSTVSLKWERFEKNVGKECARCVLKRKDGKASFLEHDLILTP
CNEPGSKHWFLLVTKPKEKQMLVLDSLAGSFIKPSTARAMDKMWSVVKELDEDVNEWEWSFHINKPCDIPQQQNGFDCGV
FVCAYARNLALQSPVPCQTSVPSFRSVMLLELHNKAMYGFTEASPQVGLYYAVEYGKSYYIGRALGSPSGDSCRTTGLSL
RAGGRGFSPAATSLSPGYFDTKRKY*                                                      
>Adig_11846v108558                                                              
MGYCGGSGRRRGNPDDPVVEGFQVTLKRSDLATLSTLNWLNDEIMNFYFHLLVERSRREGNLKIHAFNSFFYPKLIKSGY
TSLRRWTKKIDIFAMDMVLVPVHLGMHWCLAPFDLSEWKLAAPKDIPEQLNGCDCGVFACKYAEYLSRGAKFDFDQVPGP
FKRILDLVLF*                                                                     
>Adig_20284v115962                                                              
LPERMHSQVKTWTKSVDIFNKDFVFVPINENSHWYLAVICFAGHTKATYMGEIADDDETNAKDEDPDTDQGTEKESENDE
DGSE                                                                            
>Adig_21803v117114                                                              
DIPEQLNGCDCGVFACKYAEYLSRGAKFDFDQPCGGNSSLWKCPVFLKPISTSIVAFSLLSLCLW*              
>Adig_21807v117120                                                              
MKFSILCLCSYFTHNKFKLISDNVLFISPDVTQFLKLGQGLEIGIFVEPLDLPSRKLVFFAVNDSDSTHSAGGSHWSLLV
YERQRNIFHHYDSFSSHNSPAARSLAKKMEPFLAAKSSHFVEDRCPQQENGYDCGVYVICVAEELCQNFLDNAEKCVGES
VLAEDVRQKRTVIKSLILELGTKKT*                                                      
>Adig_22150v117402                                                              
MLKRVCLEWKEIALVCRDRVFKESEQEDIDLFDIKCKEWGFLLKELFGSGLGTGDYAHLTIDHAPMLMRRFLTMKDYSQQ
GFEASHKDQRQLWLKASSHDCKGECASVEQMLVHFYAEKTLFLRYCFQEALRAIQDGTGANNFNFHFRGCGWKNKTVTWD
EGEQLWIKVVNHLYTMMFGKDHYEYEYNEKKVCVVAQDSQPNYKYDREQWNDEYEDIFSEEATNDRVEGDTSKKRKLHSR
REHLTMECTEGTLSSKKPRLTGRELQGKNSNGSGDPKPTVNILAASTAIDNQGNQDRVIATFPDPPSQNRVTVLQMDLDT
LEDGQELNDAIIDFFVLYTSNHVSDKDAIDKCHFFSSFFYTKLSERVVKGKGLVLPSDHERHSRACSFTRRVDVFKKEFL
FIPVCRSGHWFLLLVHNLSLLETRGANQQTRSFIFVLDSIAWSNRSIPSPREHEAEMIRSFLRCEWVAKKRSTLQVDEKS
LPLVYPKVPQQDNGYDCGVYVLLFLTEFLQRKLPVAQLLSDEVIQWYDQGSAVHLRLKIRQILLELEGKRVKGKQ*    
>Hmag_XP_002162845                                                              
MSDVSHETRVKNALLQVVSSNGSEAVSLLENTESKQTPSKKKKKDDRTVFVKNRFLHARPVLISQNAGNVLSKEVIGTNV
QKNGNLQPKGNKRVNIQKNPENLLCKNITGTETSIVSLPTNTNKTNIPHTISAGKKDNIKIEDFTPTVFTSTVSLNTSVL
TNNSCSPSVQFCLSNVSKSQDDKQTGTLTINTVLNCSKAICPYCKTLNGQQDIKNVLKCLRCEKVFPIQLIDSTDNSFQS
AKNSFCGDKSVNESILTSVPGNLVPGDLAINENKRRSNSTKVVRPYKKIKPAETIDLVSSDDEHCVASDEMKSTSVVSEQ
KVHHGSCFEKPTLIYPIVVQPTQLPNEYKFDCNKAMFGELYGRAISPTNIVKSRIYLSLECSINRETTVTEKYTLSVGQK
DVQRVLVYFGRVPSIVAIETAERFSEVACQRIGKDVLVPNSDNLQKRFIVLALAFAFKNECDAIKEVHQFSQCILPWTKL
TILSHADACFFVEKLKFDVCQKEIVYSPVQTVLVYPLPTKTIGSGGIPITNEDLLCLQDGTYLNDIIIDFYLKYIFDNIL
TSQQKERTYIFNSYFYKRLTQKQSPKPNPVQMHDQVKKWTRNVDIFEKDFVVIPINEHSHWFLAIICFPGSTKNDIFSDE
VAGEEDSDEDSKEVSESPCQANMTVNDSTNFIMNKPQNELINTNAPPEVNKRLVSYDSSPEPSPANLNELNISSKSLQEN
TFTQPEVAAIKEQTRYKQANDYEETYVRPCILLFDSLTGGGHSSVFTNLRNYISMEWINRKTSKVLKTFDKVTMSGSYPI
IPRQNNDCDCGIFLLQYVESFFKLPITNFKFPIHLEHWFTLEIVANKRKEIRQIITQLSEQYNTISTS            
>Hmag_XP_002165032                                                              
IHGTQHKVLWETSEDYATPYIILSTKRYNCHHGFDRNAAAKRKHNEAKENQKVDHLYITDYVIIQDTKKFNCPAKVIMRE
VVYFTDFKLINSSNYRKKQQSKEIKYSLLQKKDVIELLSQKIDPRLSVKISEYIKDGVSNVREMRRLLNITVNEMFGKKN
LPSRTNRRFYPRTDIIRSHMVKERLKQRYSNIDQDCLEIKIKEWKEADSSANIYFRPKERGNSAELLFVYQAFWQKKLLK
KYGNEMLFLDATYKTTRYSLPLFFLVVKTNVDYQIVATFVSESETFESISEALVILNSWNEDLQPLYCMTDYCNAEIRAL



ETIFIGCKVFICDFHREQSWDRWLKKLSSGCSNRKDDILCILRRLAWSKSIDEEENAQRILEQSEFWSQESFTKFKQYIE
KWVWWYRQDCLLINCNTNNGVERQNVSFKYTYLQRHKNSSLTGMLTLLIDDFFIDKLDRYRVYGTTYQIIYIHLHNIGYT
DSNFKMDARYRRYARWVPSYFYNRPHSFVKHCLIKKSNVENLDLSGVIMIKHGVFAVLSSTKPATKYFVSFGDEITMPKC
TCLNWISTAYPCKHFFLVFRKYPAWSWSALSSLYLNSPILNLDADDYEASHEKPPFSRPESSILPKKDLDVIKDWNEKSK
KITSVCSGVNVREMLTTIQNLTYEFEENSEEIVLVYSTLASLIKKLEKNRTKESGIPLSPLDIKLPCHLKRNIPIPVRKP
MKLPTDRVGNHKDMVIASSKIFLEEKKHKTEPIEVDIIEHIDGNSIIIEDESVTINENDGFEIKRLNHLSPNCNLSSNDL
NDILTNQMLSDIVIHTMQKMITGVGGLQDPVLGQNLSFRVQKASFVQVLHDGDAHWLAISNFGCSVSEVFLLDSFFRGKV
KNHVVRQICAIMHCNEDILTVRVVPVQQQTNYVDCGLYALAFIKHITDTGSNPSYVAFDAFQMRNHLLICVKGNQFTEFP
KSETAMLFRTFLQRKRIQFFLVLHL                                                       
>Hmag_XP_002160223                                                              
MIDKVNGVDSIRISAVTNRLYNVASFQSNSRESYQCYLGDADHLPSCTCSSWLFSAYPCKHFFSIFLKFNLSWSDFDPSY
GSSPYFIIDPLSDENNHSTTFHFTRLPTEDISENINEKPLDDAKPWEVSKYNLQAVKSVHSINSKVLYFDQSKEHGQSQV
SHTPAACRELLNAIINMTHLSDSQPAINNLFQELHKLKTSFGETLKREQGVILCPDLKPETWIKSNLPSLVNLPVRRKRK
LTKRVGIKHNITKAALNINVTPNVNNECCSSEIFTDVIDDNCETFTVSMEPIEVTGEAFDNCQEFHKVNIVNDNDKLQST
VHCIQNLKCSLIQNVEKNDIVKGEMLNDNVIHFCQRMISIQFNIDVGLQDPIKGKVMSFDPCPSKPFVQILHDGNIHWVC
ITTYDCKPGEIYIFDSLFHGLISIETKRQICSILHCSQKKIVIKVLPVQQQTNGVDCGLYAIAWARQVLETNGIPPSTHM
FEQNEMRNHLLNCILNNQLDVFPKAITPTMFRRCTAKSFHIPLHCSCRMFWTQKDEHIFNRQMAQCFTCNKWFHRECESI
PLCAYEKEDVIWNCHDCQMQITES                                                        
>Hmag_XP_002157761                                                              
MAEKVVSKYGNELVLLDATYRTTRYALPLFFFVVKTNIDYQVVGLFVCENETEESISEALLLIKSWNNDLNPKYGMSDYC
VEEINSLEKVFEGCVVFICDFHREQAWDRWLKTKCNGLMEDRLKVLSLLRIVAHADTYEISYRHNRLLVNCNTNNGVERQ
HKTLKHKYLSNHRHSSLTRMLTVVIEDFLCDKYASYIDSNQLMSSKYMRYADDIDCWMIDRPWPMVKHCLIKKSLAESID
ITGIQVKGCGKFSLRYYKDNKERNYVIDFGDETEMPSCTCIDWKRSCYPCKHFFVVFKKYPCWNWESISPLYRMSPYLNL
DIDFEFNKAKTKIPNDKLNTTTSASEISNNEHKEPSIDRNEDSEGLLITDAQKVRNTVKKPITKFKDKQIIVYSDDEYTG
TDESTNTGKKNCSSNISLCQNDLSDISNNGWLSDNVMNIFQSMMKIQFKDINGLQDTILGQNLAFNTYSNIPFVQVLHDG
HSHWVAISTYRCKPGEVFLMDSLFHGKVANHTKRQICAIMKCTQKKLTIHALPVQQQSNGADCGVFAISFIYHIISTKTN
PENITFSIPEMRAHMLHCIQVNQVSSFPQLLADCKRCFQKDICIELFCSCRMPWNPVENQLKEKQMAQCNHCQQWFHRMC
ENIPDFVFSKKNCRLP                                                                
>Hmag_XP_002163297                                                              
MLAAVKNQFQSFFTSGSNTKTQAKCTSNKRKRSHSNMNQTVSPPDKRKKSTDDNDENNIVPTSKWILSNLWKYVTGVHPV
DHQNQSAKNFSEILKVNEKYTDLLSPQCTQRGTFSQISNKSTLVFDLTYDNDVIETIENEDIFDLSKVSINISDIQYPND
QTLGSLCRKENNENFIRLEEKRRYKEILEKFTSVYTFSNRDVHQEVNLDAKNENEFPNLTNDMLKIIKRVLSHGPPNEVI
TCGFDANITRADLSTLRDSCWLNDEVINFYFNLIRERSEKKSNIPKIHIFNTFFYPKLVKTGFAGIKRWTRKTDIFSYDM
ILIPIHLGMHWCLAEINFTNKQLVYYDSLKGNNMSCIIALKDYLLQESKDKKNECFNFTGWQELMPKDIPEQMNGCDCGV
FACKYAEYRSRNAKFTFSQENMPYFRQRMIYEITSKKLL                                         
>Hmag_XP_002157861                                                              
MKCVVVEGKADGYVEGENIDHDCRRKYARIQNCKKFDCPAQLIITEYLEFPEYKLILDTVRNRKAKSKELRYAIMLSKKK
IYQIRKFCVAVPDISAHNGHIITKDAGITQRIDPELVSAIDMYVKEDVLSTKEMKRLLKIQVKNSFSKVGHVLPEFSNKR
FYPRNSTIHNHITISRRKLSKSLIDQECLQSKIKEWRALDPTISIFFRPKGHFEKDLTVDSDHEDDNVKLTGASETSLLF
VYQNKWQKRLLAKYGNELVLLDATYRTTRYALPLFFFVVKTNIDYQVVGLFVCENETEDSISEALLYIKSWNNDLNPKYG
MSDYCVEEINSLEKVFVGCVVFICDFHREQAWDRWLKTKSNGLTQDRLKILCLLRMIARADTVEICEAEINNLKNCFYWI
NNKALREYLSRYWLPIKHVMKAYRQTRLLVNCNTNNGVERQHNTLKHKYLLNHRNSSLSGMLSVVIDDFLSDKYESYIDN
NRLMSSKYMSYSDDIDDWMIDRPRLMVKHCLLKKSLAENLDITHFFVIFKHYPCWNWESISPLYRMSPYLNIDIDFDLDN
AKVKGCNDKLSTTTYSSVTTKEPNKVSEASVKADTQNVSNTGRKSITEFVDNNIVIFSDDESDTDKKNDSDEKNCISKVN
LSESDFSDILNNEWLSDNVINIFQNMIKDQFKEVSGLQDTVLGQNLAFSTHINKPFVQVLHNGCNHWVAISTYGCKPGEV
FLMDSLFHGKIANHTIEQICAIMKCTYEKLNVCVLPVQQQSNGEDCGVFSIAFVYHIVSTRSKPDNVTFSIPEMRSHMLN
CIKVNKVSSFPQSLASCKRCFQKEIFIGLFCSCRMPWNPIENRNNNNQMAQCSRCKQWFHKMCENIPDFVFFKKNRINTS
PEIKKKEETKGRNTYEVNVRSVIAFREIGCGFSSIIMKAYKNAATDSMQTAAKEAPQIETVKGIPCVRISIDGSWQKRGH
SSLHGVITAIAIDKCFLI                                                              
>Hmag_XP_002157586                                                              
VYHDLRESLGERENRVNGDNVVLTKSNLLTKKNISDINRVIKKECRLHPNDSTSTYLLVQKLMCEEFNSILVYKPQGQPA
IIGPKVYDDIDINKDLFVIAIQTKQQLAIFEKHGSQIVCIDSTHSTNQYAFSLVTLLVRDKFKRGYPVAFFISNHSDELT
ITPFLEEIKKRCTNPIKVNAVMTDDDCSSWNAFSKIFGDTHHLLCKWHNRRPNKRLDDLIEILLKIEEDDYWRHRRDNIY
LGTISLPKKFKKRHEKGMLISDDCVLKCSSIKYTVESQSKDIIYKVDILQDTCKESSCSHLCINQACIGLCEHLYKCNCN
DNVNLCKHIHKLQSFLLKVKKINIKEPLLAVISEDVQVMKKPQIFNNEAERFKKNVDELCLLVTDPKIISLQLPSINRQL
EDMIRQAKAIKGINLIDVLIKATLQNQHLNFAPNKKLDTQWRPNKFRKTKKDKRKRKIRPYQYPEQHQKEEIVIKMCQKN
IDITHNEEIAIICDDIKTSDFNSTLVRLTAKNQKKKIQFQEGWLQDEVIGSFLHCLEKRFPFMKYCGPTEALALSYSRSI
KLLWKDVDTENIDQVFIPFNPTNSHWILIHLKVKTEEINVLDPLASNVLLNNISHKKSIAVAKEIYKRKFNILNPNVIST
QSHCLQKDGCLNVKGKFGPFQFYFNPLTTCLSAVVIWAFVVWCIYNPIESYNEISKWKIWITHKWTWLYIGTRDVWALFI
IVIYFSKYSSIKLGKDDEKPEFSDASYFTMLFSAGIGVGLFYFGVAEPVYHYAPGRDRNRYWGRYNDNQRAQDAINLSFF
HWGIHGWIVYVLIGLLLGVLSHRRGLPMTMRSCFYPLLGDKVFGLFGDFIDTMSIICTMLGVCTSLGLGVIQLNSGLSRL
HKSIEESVSNQIIIIWCVTIVTTASVISGVKFGIKWLSEICFMVGTVLLLVVFFSDDTWFLLNLFVQSCGYYAQNFIEVG



FHTDAFEMKGDAPDGKQAPGWMDAWTLFYWGWWVSWSPFVGMFFAKISRGRTIKEFITYTLTVPIFYTFLWLTVFGGAGL
AMERKAEVLNISCEMYNFGYACRVRGSVREKYQLQGNIVEDFFSLCLLYPCAILQIHEQVDYELKTNLFTGLEQCLTQKQ
ISVNQNTQSDV                                                                     
>Hmag_XP_002169352                                                              
MSIQFNIDVGLQDPIKGKVMSFDPCPSKPFVQILHDGNIHWVCITTYDCKPGEIYIFDSLFHGLISIETKRQICSILHCS
QKKIVIKVLPVQQQTNGVDCGLYAIAWARQVLETNGIPPSTHMFEQNEMRNHLLNCILNNQLDVFPKAITPTMFRRCTAK
SFHIPLHCSCRMFWTQKDEHIFNRQMAQCFTCNNWFHRECESIPLCAYEKEDVIWNCHDCQMQITES             
>Hmag_XP_002170654                                                              
MDIEMIRWKVVYLIGTPSLHCSQGTPSVMYLGGMYNVPWSSDISDYDDSNISSNEAENDLSLQDKKTVCIYNSVEEAEQC
FLSVNEPTKISNKSDIYICDSVKEANQCLYNYEIYNTVRFAVFSTPKDFGSTDLFSHKHKVLWETSPEFFNTPYIVLSSK
RFDCHHGIDRNSTAKQKYIDAKENQKKFDHWYRGEYVIIQDSKKFECPAKVNMKEIVVNMTSYYKNQVSKDIRNSLMKHN
TLVFCRKIKVEIDCLLCHKNHPLGKSELLSQKIDHRLSTKISEFVKLGVSNVCEIKRLLKITVSDMFGKQNLPPSNNRRF
SNIDQDCLENKINEWKISDATVKIHYHPKRSHSKDELLFVYQSGWQKKLLNKYGNEMVFLDATYKTTRYSLPLFFLVVKT
NVDFQIVATFVSESETFDTIKKALYVIKFWNLDFQPLYCMTDYCNEEIRALESVFIGCEVFICDFHREQAWDRWIKKTSN
GCFSKKEDILKLLRCIAWSRSCEEEVDAIKALVLSEFWCQDGFSKFKHYVEMYWMPIKKRWIWWYRQNRLLINCNTNNGV
ERQNESFKYSYLKKYNNSSLTGMLTLLIEEFFTDKLESYTDANFKMDARYRRYGCWVPKYLYNRPRSFVKHCLLRKSTAE
YMDLNTVVMIKHGIFTVSSTIDSSTKYFVHFGNENIMPKCTCYDWMSTGYPCKHFFAVFKKYPAWSWNTLSKLYVNSPFL
NLDADNYDKLHEKTPFNFSKSLSPLKESSLSLKEDTTVKDQNDLCKKHIPIYSGVDVREMLDTIKNLSFEFEANSDEIVM
LHKTLSNLIDKLNNGRVRESGVPVTQTNNKLSKKHISIPVRKPIKAQTKRVGSKKEKAFNASKVFIVEDLVDSIEQKVVD
DPVNEERFNVDQEVIVSHNNDEPLIEKLVFFPKTKLSSDDMNDIKTYQMLSDNVIHSVQKMITGVSGLQDPVLGQNLSFC
VVKDSFVQVLHDGDVHWLTISTFGCSEGEVFLLDSMFKGKIKNYVVRQICAIMQCTKDSLKVRVLPVQQQTNGVDCGLFA
LAFAQHIACTGSNPCYVSFEIDEMRNHLYKSIIENHLNEFPKTGKLTRFCKEKEFNFTLYCICRQIWMASDKVVKDKHMV
QCEKWECWFHRVCERIPDFILESESVEWFCSQCTITLP                                          
>Hmag_XP_002165596                                                              
MSIQFNIDVGLQDPIKGKVMSFDPCRSKPFVQILHDGNIHWVCITTYDCKPGEIYIFDSLFHGLISIETKRQICSILHCS
QKKIVIKVLPVQQQTNGVDCGLYSIAWARQVLETNGVPPSTHMFEQNEMRNHLLNCILNNQLDGFPKVITPTMFRRCTAK
SFHIPLHCSCRMFWTQKDEHIFNRQMAQCFTCNKWFHRECESIPLCAYEKEDVIWNCHDCQMQITES             
>Hmag_XP_002170699                                                              
MVSDITKWIKECDKCQRMEKIKTVAPELKPIRVNGLWDFLGIDLIGPLPITSKGQKYILTVTDLRSKYVEAFPIPEKSAL
CVSKCLTTLLYRFGPPKKILSDQGREFVNSVNELLFSLFNVKHLITSAYHPQTNGQDERTNQTVKRALSKLCNEAQDNWD
ELLEPVLFGLRTCVQNSTKFSPFFLMFGREPQLFSALAMNPTNSNLIDGNNDIHSTESQIQERIDSCNKVSIVVNSNILY
AQTKMKKYYAAKQMKGWSRMEHDWLGPATITSFKQNGAVVTRNGKVWRNAVALINMKPYIEKNQTLSSAIILNEHNYCLP
RKIKMARNNKNIIEPIKSNKRHIVDSKCYVKGRKNKLTKVENSLSKNVYPAISVNNKFFLNLSTQSVKLGLDILKNSCGW
LNDTLIDIAQSFLSSQFPHIAGFQSSCIFNKNNSGGYIPSGNFIQILNVRNSHWILISNVSSDTCLKSSVQYYDSLFTSS
KEDVPLLVHRVAQSLLICEDVSSISFDVMNCQTQDNGNDCGLYAVANATALCNGIDASLIVWEKKSMRKHFLMCIEKGKL
EMFPYTTILNGLKRCALSFLCGDTCHCALG                                                  
>Hmag_XP_002157329                                                              
MTSSPPSTKRKSHIILYEDENEALCYIKQYELEHTVRFVAWFTPKGFGNTEPTEWKKRITSLQIRNLLKVKGDIGMTKKR
IMLIVDDISEHRNHGFGELAGISQEIDPRLSKKIISYANEIKNVREMRRLLKIFVRNYLFDKNSTETDEDLKFTENDSEN
SLLFVYQSEWQCKLVRRYGNEMLLLDATYKTTRYVLLAFFLVVKTNVDYQIVGYFITENETKRAICEALRVFKRMNVKLS
PSFCMTDYCNEEIDALEEIFPGCKVLICDFHREQAWERWLVKVSNDCADQKADILQKLRKISHSTNVDAMKLAILDLKQS
EYWSNERFYKVEKRWVWAYRQNCLLVNLNTNNGVERQNKSFKYSYLQQFNSSSLTGMYRRYAKIIPSFLINRPREMVTHC
LKKINLAESLDLGKVSMINHGIFSIKGVTVNYQIDFGNDRNMPNCTCSSWRLSCYPCKHFFAIFRKFPLWQCDALPLIYR
NSPFLTLDNEEIHFQNEEVTSTKDKCDTNFTDSKKIVESEEINEENICSNSLNKESVSAGNSKDKKKAGEKIKITTLDCP
VVNVEEEVIITDLDLDGLTSFNCNVPNKHVTSKEEFEKMIAIKDNSQELYVLNLCCPITRQDLSTICNNEMLTDNITNAA
QKMLLQQYPNTKGLQNPIFGQNLSFAILKNKEFVQVLHNGCAHWFAISTVRCEPGHAFVVDSHFTGKLSHATMRQISSII
HCPLDKIKVTILPVQQQTNGIDCGIYAIAFLQCLLYFKDYPTKVNFDETKLRKELLISFQSNFLSLFSTTEKTAKRNVQK
ELSLDIYCTCRMIWVPSDKNIFGKHMVECSGCLQWFHRMCERISDDVLNNNDTNWYCSIPYHQEFVGRENYEVQPTHLCK
QNLLCCYICCYIHGSEEIETKQFGHYNGVIFAVMLWRYVMVLNLKMFVVIFTDGFAFILAVIFDVTRDSKYISKISLQ  
>Tadh_XP_002115999                                                              
MYENVKNWTRNVNLFQKDFIVIPINERSHWYLAVLCYPYLEKAVPREIITVSDKDSNPDDESSSSKMTGRSRHTGDSSIR
ISKSNNCHSCNFYRFITTFDRSCILVFDSLGCPRPAVFRNLRLYLSLEWKNKNEVSRKFNSETVPGYCPKIPHQNNDCDC
GLYLLQYFESFFKNPFNDYTPPIHLRKWFNLDEVSNKRYDILEVIDQIRKK                             
>Tadh_XP_002111171                                                              
QINSALHGGPNNKVLSEEFNITITRSDIKTLSNCNWLNDEVINFYFNLISRRSQNEKSLPKVHVFNTFFYPKLSSQGYSS
VRRWTKKVDIFQFDLLLIPIHLGVHWCLATIDFRKKEVKYYDSMLGSNYKCVDTLLEYIGKESKDKRQKEYDVSEWNSIM
VKDVPQQMNGSDCGVFACKFADCVSRDLPLAFEQENMPYFRHLLIYEIVHKRLL                          
>Tadh_XP_002110807                                                              
MDEWLNKDDIGYLLYTKYKGLLNDSFDDILPAVDAPDNIKMNLLVERIKFSIKSKSRFIIAPIVFKTKEWVVVKSIIERA
IAGPKSDIIDLSFTEPLQKDKSTCSTRMLEAIHAIIDESYLINHVKKSICKALKNSDIKGDHEEILRNSSNNGLLKDTID
HSLNSRYLISYHLLPVVEINILLPACLQIKDHNKDKRFIIVPIRFGDRHWGVLVIDQIFQTKQSVFVFSSLDEKDPNFSV
VKEIVDRSFSNPKLINLVTVPCKQMSNDSTCGTLLLEAIKIIIQARQANTDENQIRTIVGDCLKKIQIKKVHSLNVHISK



VSQKPDQKFLNDTTILDLLANWDQSDSYHILPVIVVNGKPFVKDNLPTRIKRKRFTISPFKLRNDHWVALVIDKNSQSSY
FFDSLGQSTETQSVVKKFMTEKYRNWNTIDLSSEELKQEENATCGTWMLEAIKAMIQAISGNCEAEYMVKDSVHRFLKMA
NINKIHIDNLTKQRQYSDEKDKDVINDGYLGIDDLRHLLHSSLIPYKVLSAMTVKDSNLSKLIIKSMKSNDKHCIIAPIQ
IENNHWVALVIKQNIGAKPSVFYFDSHSTYEDNLRDIRQNIDQNGKKFDIVVLEFKRNNRCNYACGIQMMEAINCIINEV
ANGPTDGQIIKVNVCKSLAKKNIEEIHKNNLQIKNVKLCEGFSDKECRKPGYLVRMQFMDNKTNVKNLHAPFCWRNIPKL
AVITGKNGCGKTALLDAIRQGHDTKTDKSVKQDYGIELDVSGDSGCNLPQIYAHSADSKFVGSSMRTYGDSYKASENSND
LALDLIFYNKSKKEQKPYTLKFPKYESLFDQIIKQVDDMDKFSSIENLGRDYQTIFDHELEECINGQVGLHLTSYATLDQ
YPKYLLENGTKLQDLNDHLNRNGFKYILSNDCLENDKFSQLMLNIESDSKNIKSEDLSPGERLELLTLLWRFETKVWKKS
NVGAIILLDEPDVHLHPGLVKEMIETIKTKLISKLDIQIIMTTHSPTTVSLVPQDSIYIISEDSSRRKQVKIEKAKSKEQ
AIQLLTSEFVHVSLPFRLIFVEATDDEHFYQMIVNKLIQKQLFIPSIPLKFHSHGYSLKKHSPDEDGNITTEDSSRQIVE
RLVGFCADPKIAKENRDYSLTGFIFGLVDNDNMGKSTLNNIKCLEDRYSLENYIYDPVYLYYYFRKKDNLVEIEKEVNSK
LGLKSHPVRLSKYCEDGDTKTNTRVLQIIIDIIYDKLVKTIEGFVLLNKTINFADLALKLISYRNNIKVLTGKLSENEEF
AQKIEKDMKILKQKCKLNNNQSYEKDNDQNNIQNLAQGNSQGNKQGYFQGQLIHKIEIILENMNAECKDFDHKLKGLYDY
ADSINKAIGRLKRNSFLEDGDTLIPDRIQISFEKKIILSYPKVILKMRGHDLVMFYKETFKSMPNASNMIRFLRNENFLI
PSDLVKILKELQTSHV                                                                
>Tadh_XP_002108952                                                              
MAANNPCILSYYDSIIREDDLQILNGIGWISDRIIGFVLEYFERELFASLHDVVAFVQPEISQFIKLCDATVLDSEFVLD
SLNLSKKELIFLPVNDHNKVTEAGGSHWTLLIYIRPSNCYLHMDSLCTSSNLQSAKITAYKLDQVLKYSSNTNFTEIKNG
PRQVNGYDCGMYVICEIESICKKYKSENDIGSITDQFGIICRSLTPEMIHQKRLELSSLIISLRLKSA            
>Mlei_ML083018a                                                                 
MECSSSECKDLASFQHHSLDPGFVCKHISACLNNEHLTEPDLFQTSLLSSSSFSKDSGILQVVKAAAIVHAPVIKQFVPI
MKTQGITSRYIYYSVFGNFPMKKYYSYFNRVLVSYDRDTKSLKCECSEQSCSHRKIAAVIVENDKSLNEIREDKVLDQTE
VDKVDKMIDYILRNKKIPLDVSSYLEEKLVTSFSPKETHCVCGESLDELQTVKRGHVFTMFHKFMEFLLASWVNNCPLHD
QLQTLRQVSSIDYNENHILEAVKSYLALKKLDHMYCYRCGYYPVFLTYDAIRSVCFDLDPTEFNDLDSQTDTLYENFAEL
HEQSCKFDLARGYLNTKSPQYSTNLKHFSVKLCQHYPPFICPENSGEVPKYTGGKIKHDKPEEIELPYERLQQILSSKKC
SEQLVDICKTFKIDTRGGKAVMVQRILDLDNKAEFYSAVRKKFFSIYCIKHLTLPESVADYTNTALSFKVPPSVCFSDIA
SLFALHTNNHFPNFFRPYMGRIGDFTDPRSDLYKYGQKKALFDIKAHTSRHIDISKFDVSTQHPVSQAFFRLCLYDRFHE
WNHNEIDGHLRRVDNTTLWHQNTQSAEQHNHLLGLTKGTLTQTDLNTYIKLSTYLVCVQNYKNNLKWRAKLEKQLKVKTE
LDDLGFLIKTGTRKDGLLNDVVEVPDTSNIATSSYPVANLVSTNPDTSVANLVTAINSLVYLFAFSPMSEEIVKSTNEFA
TLMEYVTGKAVYNVAEHQKLCAKITEFYDLSSSEPLPNILYRKEVAPLLLESGVGVKYASFSNVDIGISLSNVVIKNKTK
SDYVVLSTTSKTKNFLTGARPHFDIAVKDGSVRYKLVGYVVPVLGKHACFVDYDDTKYEVIDSDVTVVSQQHFIESSRSS
HLMLFKLVESGQSSFPSQCKRKHDTNLENVRDEFDFVDSLKPKIKRRKVDCSVTPIIPEQRWLDASYSGRLELTSAQRRI
LDSSAMWFDVVIINSYAMMCLHENRYNFVYQDTCLGNKYLLGSFKSVDERFIQILNIDNAHWICASNALTHRNESNVVEL
FDSLATANSLKSSSILNSYVTTFVLQLRPMTECIRYVQSQHQGNSSDCGPFSLAFLWALSRGYHPKQFEYNLNGPGIRRK
VKDSIQSDIFIPPTLLRPKTVRKHIIKSFDFDYTSKTFKSSINYQKVTKPPPFK                          
>Mlei_ML13045a                                                                  
MQFISERLPNLSSLKRRRTESVSPDIEESASSTESPQKRFKLDYAYSIITAPITRVVSITKWLMAAPPAPIPQTAAATTS
EEPTTSSEIRAGPTSSEKNAQVSTTSTSTCTQSVQTTPQPLSVSEQRLALRKHVISKSTIRDVIQLEQREKYRQLLQKYT
TTPTPLQSALGQLSTTSPLTDTPGKVGGRYVTSTPAPPPRHVVTSMSPPSSDSGTGSGSEASGPVYLNKRMIKETSKKPT
WTNPFDSKWLENWHKILTENVTETERKIQETKKSLEETKLIGKQHHDSLNKLVDKSICEEVSEDEAIGDELDSFPPLTQQ
MMDEVEKALSGGPQLETLVDGFNITLTRKDIQTMKDMTWLNDEVINFYFNLLMDRSKKCAPTIHIFNTFFYPRLLKVGHQ
GLARWTRRVDLFAVDLIMIPIHLGMHWCLAVIDNRAKSITYYDSLLGDNHQCTNALRDYIASEHLAKKKSPLDIQNWKLV
IEKEIPEQLNGCDCGVFTCKYAEYLSQDKAFDFDQGVVAVIPDSRFVRTLDGYNLVNQGDMPYFRRRMIWEMVNKTLL  
>Mlei_ML233311a                                                                 
MRKLMVLDEDSHLIIAEPNSDKHRSRMVTKQIQRLTVVNTDRQNVIDVESSNTEVQEELDHICRLGTIKLYSKDFESLAE
NRWVGSNIIDAALTLAAEEAKNPKYHVLTSDVWELLRPGYKLRAFWQTHVDVLLRNRAEDPTTSVLIPCCHKNHWVLLVV
SKSGISAYDSLPGIVGQADILNRLGNLGSLKFKSVDTEEVPRQDERSGDCGIFLLANARSRSCLVCQSRKQLAKR     
>Mlei_ML36895a                                                                  
MAEWLHTNSSSENSAAARKTYQMNDGDRMRKRKRVEGSGISGLLSTFTAPKLVTYSTDPSNVPKSIEEKKPEVRLISRSQ
PSPREALHSAPKQTTPKQTPPTKTHIPFLKTPEDEEPMKPQRSRFKDERSESREVPTETRRSSNPINRPIDGAPTRRPKV
PKEEPSQKPPQIGSTADNPMTLDSSEDEADNNNSDVHQWCISAAHIGSLTKLDVSILEINQEHFEFNVTSDVLLAEVKVC
VPWNEIVKMESHFSSDLHALVIHVEPTINSRIVICTFQELWAVSLISQLKNALSRQIPLELDPKSGTKYKRVISLEFVKE
PPPQHITMMGYYLDKHHSVKMNRIEYCSAAHVKDLLPPVDHFDSHMDTDVIEQDTRTLLVYPPPPAQASITLTYADLECL
KPEEFLNDSILDFYLKYIHHELMSPVLRDKTHLFNSFFYKALTQPIKKETKNDPASKRLSNSERMHQQVRKWSKSIDLFS
KDYIIVPINEHQHWYLAIICYPWLEAPHYEDNKTWTPANKRSERGDQDDTVDEKDIDGVLSKNKEHSTVPPISCRPCILM
FDSLVANGRNKVVNNIRNYLAVEWKTKPDRGPRNFNKQNFPGIFVEGPLQENFCDCGVFLLQFVEKFFESPITDYRFPVE
RKDWFSQQDITKKRESLRKLIVRLGPNRQFTDATSKR                                           
>Ocar_g9670_t1                                                                  
MSTFFYPKLCKAGYKGVQRWTRRADIFSKDLVLFPIHLGMHWCLSVVDFKQKSLIYYDSLRGENNRCLNALADYLCEESL
DKRKEEFDLDGWRFEFATEAPEQQNGSDCGVFACQYAQFLTLKRAFDFSQQDMPYFRKRMVYEIV               
>Ocar_g10437_t1                                                                 
MSARGSFDDDLRCALRFFAFVHLMRFLVAVSNKAKRTRVSLGSIATALPLKRQARVDEEDPYVPKTKKEKILRRSAGNLR



CIAPSDMYKSDVTSIAETPEKIYRKSLVHSSYDVPDDPLEAFSPVKRQLRVESWRSRIGCEAARQSESKKMASNETERQS
ERASRSYPGFCNSGDSSYTKSVSAIQSGPTARRAIRKSPNNLSSFYGVPLSYRQSVSEEKKITTRQSTQRKTAVSKIQSD
GRGTADKPLVLSSDEEDAGSSSKDLSSHNLTKQQFDDSRGSAVRNVFIESEEEQRERPGEREAREAALRVYKIPKIYKSH
QQQQHQRKEEKFEAKAFMVGNMRLEPPHNITVTNDEMFITYTTEDKERSLKWVCIPFSSITAFKVMMTLHWPLLSKVFLL
PQTSMKYPVKKCCTLTLSSHDEVRLLEESLPTEWCSTDLVEEISESELQAVVEALERLPEIEVKPSIPMQPPQVYMKSEV
TKLFPPDLKKRKEQVTSSAAAAAADAVSIASDSTQGSAVKSPDCSIVLRYESTTIPRYGAIYLETGDLSSLDEDSWLNDN
IINFYMIYLYDRILTDDQRGRTHLFSTFFCQKLQAGLSLSRKGRRKDKAADSNGILHKSLSRWTKDVDVFSKDFLIIPAN
TSNSHWSVYVICYPYLINEEIKPALPSKKNDDKREESEKMNVDGSDSPEKYFQDLASSDSFKGANGDAFPCASWSVDVVS
EEDVLMEEGESVKVDVKSPEPETVDINSVGENDDDVLLASPVKKKGRKLMKRRSRLFGPNLPIIKRPCILHFDSMPFSGT
ALGPAIRMYLTKEWEIRSGEDPVVFTRFNFPMESPKVPRQPNSCDCGVFACQFEPIQDYTFPLGLRHWFDVGELVGSKRQ
EIKATQQAAFTVILNEMAETARSPTDTEDKMELDAIFRKPNCFLVLGKPGAGKTRLARRIASSQHCEYVDCKSSGHQEVE
AFFDMRNFLDASAIGQEIEKETDVGKKCEDLLLKGQVIPEGLVVEALISKLESNRLAHCGYVLDGLPSRCEEWVAVEEQL
AFIQDLKLTPDFIINLRIPDADLKERRLGFLVDSETNLNYGKEKHSPTSLKDEKEDSETDGSEENNSENDDEKEDSSDEA
ENLKSLNREPQEKDPFPTEPLSGPVLNRLVKSPADMEASIERDIQWYKEQALQKLEDFMAAWDRQKLIELDANQPEEELF
KQLMYKLHTVVLHPSYEVRLLVDEEHEEDGDNEDEEDVDDDDEMLRNLASSSQVAKGYRWRLSLWKRYCPVELKEGNLVK
GKSRFSVSFLDKMYCLSSAASLKLFSEDPRFYLESPQPLVPCKMAVVGPHLSGKTTLAKALAEHYNAKYLNPDELVKPFW
QKARDEQLAKAKDDAIHNAIQAVIATEAAKQAQAQAQAQQEDGGGISAESSGISLPEITAEHADVVATVEKTMEEAETVE
TPVTDGMLVEAVKEGINAVHEAHAKQGTLPRFACFHSSG                                         
>Ocar_g11063_t1                                                                 
MDSVALSYHDSLLRQSDIELLEPPGWLSDRLIGFYFEFLEKQYDRSDALFMTADVAQFVKLANPDDIPAILDPLHLPSRS
ILFAAINDNESTSAESGGRHWSLLTYTRQDNAFRHYDSLAAYNASQARRLASNLTPFLAALDPHYSEASCPQQVNGYDCG
VHLLCTVDVLARQFFDGDHRRSVAEAVNESVVAAKRRQLMQLIHQLAT                                
>Aque_XP_003390918                                                              
MADFELVCKYLEHGEYPSEIDTKDGGHLGRDKTTEKICSRFYWGRNMYSEIHEFLKSCERCQRNNDVFHKPHSTLHPIPV
PGVVWQQIGIDVVTMPTSKMGNKYIITCVDYFSKWPEAAASKDKSAVSVANFIFETICRFGCAKVVITDQGREFVNSINE
ELMSLTGTNHRITSAYHPQSNGLVERFNQTLQNSLRKCSLKSSDDWDSLLPSVLFAIRTSVQKSTKYTPFQLMFNRQPVL
PIELELKGQLSNADETNFSIDIDDVVSRMTELRQRIFQSASQNIDDAQVKYKEYYNKKRDNPEKIAINSKVLVKNSVRDS
KKGMKMAEKWQGPYTIHEDLGNGCTEADTSRTAAKTQSPKSRMSPVLYKLSPYQFTHEHMHNLLHGAMIDAEVIDFYLKL
LLEKHQLRYDSHFATLPSHVFDYSNFDADEIEEFSDITSTIFLTGKLLVPVYVAEKIHYFLIMVDFCNSSVFILDSLLSS
DWRERYAIYYSQLQSIIKLLTKKHNMQEQDLNVKTMKCSQQSDGTSCGVFVCKYAKCLITDQELNFMDNNDSYNIRKEIA
IDIAEKFIGNDNGINCNKCGIVYPQNQAAIHSKGCECFVLKHQSREAEILEMNFSLMPKEKSRKRRCQQCHGCLALDCGT
CTSCKDKPKFGGPGRKKQCCIKRKCLQLQKKVVNDSISQLSSPLIPPLPSQESKVIIEDNNDEESKEFFVIKCNGFDIKL
NDIRSLYNNNWLQDQILRPKESVIEIYNSLLPTNPEIKNRLQKVKCVINNLTVIEKSGTQMVRQWILNEIGKSISSGLLG
ENITCEENMEIMKKEIAATQYIYTENDETFDTCDDLSKDEDTDSDTQSSDIDADELNRQFSNIGSMDISEVLIPDYVNSP
PPVKDTEEILYGISSHWGKQYFLDHYPIIDRTKSDEYVILYSI                                     
>Aque_XP_003390849                                                              
GYRWYQNGTKLIPNSNPAYKKIHYSVVLPSGRDLRFKKQAYFSLDDDKSHLVLIHYIGNEKIAVQYPHGNAKSTTNLFYR
TPPSVLRKLSTSTDLPSNTYKEAVSTCKKPEMAPRNSRQITNLQCKERQKYRLSHDALYNLHELAYDLNGFVKVVKTFPD
LVVVCGLDTIAREMNNVLQMKSSNPQLLSYDTTFQLGDFYVSTLLFRYTVFKSSPCIPAAFLIHERKLQSTHEELMMYLT
TKCPLLINGNERVPIVLDDEVGLQKAIEKHLTNVVVLRCWNHLINAVKAWLRKHDASPKEIPVYVSHIRELLNENDIQSY
ESKLEELRCKWSKAFVEHYMKEIHPEDLTEKLFTHKCRAEDTGESGAILSEHDIQPPKVYACTSAVPTDNLDTTVSSQLA
RARLLIEKKLISHNAEMGIFTVIGTGGNPYTVCLFPNETCTCPSTTICYHIIGARISIGLDVSCSQQKVNLSQLRRNTRS
WPQKKSGRKAPRKGDYEVICAPDSEESLKDSGCKSVVDQEDSQAAKHFKDNLKSAVKENEISATGKGINNDNKTGHESHD
KNLSQRYVSTNQSLKVLPSLGRKRKRCGTCENYVAVECGTCKYCLDKPKFGGNGVLRQSCINKKCHNMASTSQEQKVNET
KAKKPKTDIILNESTYLVTSNTAVVKLCDFQSVYNGEWLTDTIIDHTFDYLFNKHFSKNPSFCCLPTAVFSKLKCGIVDS
LLECYFMDYQLSSITGIVLPCCVADNHWILVVAWTHDKVISVYDSIGGYISYVKEPMKLLGDYMSNVMAADREIFQFQNY
RFVNELVPKQANNNDCGVFMCSFAYSIAKYKRHKVVIEFGVKNLRQWLSSFILHSINNSSDVNKAIQAIAEKELLSLQYN
IISFNKDMINNEACTIDLVEEYLARNKFSILSLDDVRKVYSVGQWLTDSFINYFINFVIVLNKKKSDYYALSSTVFVKAA
ANDLKNINTYVKEKISDKQAILIPCCMQSHWILAVYWPKRCMMALMDSIGGYENVVEKPLRRLIDKFAELKIVEHNAYCV
VVEDVPKQENNSDCGAFVCRFANELVSESLKPYTFETSSIELRSWIVDVFRKSLMPKFCFTEVLDSQLKLFNEELLAAGY
IKVNTKDSAIVNLNYQAFLDIFELEVTEFFKSIPSAMLKKATDYCINKNSRLNSKQTAGGNLESSFTHEQHHKLVSMVQN
KLEEVMPVLKGGFSVTFDIFYPEVWLSIHDIYLRFLFSSLLGLYPNN                                 
>Aque_XP_003390196                                                              
MMAKQTSHPLKAALEHPSPMPKVNPHVQSNAKSSRVLTSAQNLKILNEKQQLKEQKIKLKEEKQRLRAEKARQKEEKQKD
KSVQRRCTKKTIETEDTFTEEIDGEEIHVESDVDQSVFSDTVIEGDIEKEEDIGATTNLSEMKSIPETSGVMTRGRKALL
TDGTERTVKIKGVAVGKKEVLSGKTADRVTTTGRKPLPKPSRSDVEDHVYTIESEGSTDEEDDWWIKDLGLKQDDYWVLK
DGGHLSDRVINASQLMLKEQYKVEGLQSNSHWLCIIVNPATCVVEVMDSASSKLNEITMLQIAKIVNTMKPSFKIVVLPV
QQQQGSSDCGLLSISFATAFCTGSNVRSISFNQTKMRSHLLQRFQKRKIEPFPLYLRNVSKFCKTCVSIIKVYCTYRLPD
FYDETMIRCDCCGKWYHSKCVQIDCKSVDHSDYWECMECGS                                       
>Aque_XP_003385475                                                              
MSTCFNLCSFPFSSLWGGVPPSLLYPSHDHDPPDDTKKKQREKPLHLTLDYSCSESEKTQVSIKHDHSPSPHWAKPKGEK
KRGHPISRLIPSDVIVLSDSDESEKNTSMSHETVVMCYGIKLLESDLLTLQPGNWLNDQVINSYMKLILAYNRRDIYITN



TFFYTKLKRSGFQGVSKWLKNVNISRLSKILIPVHTGNHWSLAHISIKELLMLFA                         
>Aque_XP_003383983                                                              
MDPDKIVLSYHDSLLRLSDVSLLDPPHWLNDRLIGFYFEYLERDHVKNGERVCFITPDVTQFIKLYRGSELKMFLEPLSL
CEKELVILAVNDNSSSEHSGGSHWSTLVFDRESYLYFHYDSSSPSNHTPARQCASSLSPFLSRGEKEIPFLEEASPHQHN
SHDCGVYALLFAKYSSLSKFKKIDPMSVTEYATLERVNRWRSDTKKLIFSLANDSTAD                      
>Aque_XP_003383190                                                              
MFGRKRKLEQEEEEEGTESIRIKRRRSNDNNLSVFDRVISSFGGWLRRSFGRKTRPNTMSTEDQPSPPDSSHSPPSPSHS
PPGPSHSHEVIVISDDDKDEIRGHDLKNKGGYNDGSSCTVPPLEARGRDMPKSSNRFTSNYRQKTIAGNHHHTASNGPLV
STPDCYGNNRHLLHNRAHYVSRGGVSRDPSVSLGQSLPSRDTVPIYKPRPKPTVPAPVIIEAKGTSNRKQETRDQAPPLP
LSPPPLFASRINGGFASTDSNSSSELSNWIYNMKQQFDERASDRQRMKAEEVRAEKLKDRMKRLTLRSWSPGIEEEPEAE
LNLMLDQDTIKLVQDIWSGRLHLRDQVLSKGYNIEIKRMDLLTLRGLEWLNDEVINFYLNLVAESANSEGEKRVHLFNSF
FYPKIMSAGYSGVRRWTKKVDIFNFDLILLPIHLGMHWCLAAIDFNNKTINYYDSLKGNNTRCLNTLKDYLVSEAKDKKQ
LVYDVSDWTLECIEDIPEQHNGSDCGVFTCMYARHLARGKPFNFSQDDMPDIRQLMVAEIVNKKLL              
>Mbre_XP_001746307                                                              
MPICASKSAVQVKTDPTQSPGDPTETARHRPGRTKSVLSVSRTRSGRFLGFGKRKNSAAQVFGQPLADLRTEGASLIPIL
LIRIRDYLTSTNGIKSEGIFRKSAPKNVEDAFKRLINRNGDVRFEEYEEATEYVVGALLKAFLREMPEPLIPSATRDLLV
QAHQEAGINHSSPETTCQQFRQILLQLDDQPLATLTFIISFLYQVSLFSNVNRMTCKNLATVFAPNLIRRALTAKRSCCA
FNGMFDSDDITDNAAQSLQRTMKSAQPIEFLIEMFEFILGPRKPEELSQENANMPRSTGAPAVPKPVNVQPAAAANELAA
ELQAALTGVDDEEDDSDHNHSDDESQVVAPIPAPRAAPKPAPKPARRPAPRPDAHPATSTTEAAEVTSETEAEMESPAVA
VVAPSPKTPASGKSRPPNLTIVDALRSPQTPYHLERPDSASSFASSRPDSARYVSGSPAFHHEGGGADGTNLPVPGMLLS
SVSPGASPMNSINERQHPVNILTLERAMSDPEDVPLTPDSVTGQPAARHSLLTASPATAPGRSLRERMHNSLSRFIFESG
FTTIQSALPQLRPQLDAPAPSLVDVPALEQHTTSDTTEDQPPLPPKSELPVEATQPMPSAVPSEAPVVPAPASDVGPQPR
AGSAAGDSTDSVEMDVANLPPRDSATEALLSRVKRESRRLGHIVQAFDKDFYAQHGRKPKGPEREPVAHTMRQYKALRRW
YKADSQSQSEEPSATAAAASAAPHSQSEAKAPAPEPSVEAAPQAPVDSATEATTTDAPKDDTAPAPPSKPVVIETSLTLE
SSSADYQRVYAEWQQQQGLPAKDESKTAAQVAQEKTWLKKLLARFEQLFKEHHKRREGQNKELGQHEEHTAPEDEAALLQ
EKQQLQKILFKFQTEFEETHQRKPRSAADRAPLAREFARYKWNSAGNEGGTLPHEGLGTGDGVKPTVANVQDQILRRRAQ
RHVENARVPMLSGRERWDTNPPRDITTYDGPADAMKRNAFDEKVSNSLPSNRDVPDVRHKQCRALTYDLATLPDMSVIFV
FYNEARSTLLRSIRSVIIRTPPSLLHEIILVDDASDDELPADIKAMDKIKYIRLPSRQGLIRARTAGADAATGEVLCFLD
SHIEVNRDWAEPLLQRINEDPLHVVTPIIDVISDSNFRYSASPVVRGGFDWGLTFKWKSVPRSQQSSDPTAPIASPTMAG
GLFAMKRTTFYELGTYDLGMDIWGAENLEMSFRIWQCGARLEIMPCSRVGHVFRKHHPYSFPGGGSGHVFLRNSLRLAEV
WMDEYAEFFKSRKGSAARKIDIGDISERQKLREDLHCKPFKWYLDNVYPELRVPDPNPVGEGQVQSGGFCLDSAGKSVGH
AVALYRCHGLGGNQLWTLSHNGELAHEDACVGEHTTRNADDVTMRSCPEEGDSPPNMKWELTAEGLLRNQRDGRCLSRQG
VAEGGFVKLGSRATSGHVLSTVESQVLAPSGRGPLSRPQLSPRPFSQPTAKMSSRPRLGDKIIRTPDNADVGDRIYANRQ
RQSPSKGSRAIARGTTSRGRLRNPHHQREALGWLHPSPRKPVSPVPNRQTSSKINYECDMQPLAQLCTVDCELTLRKVEI
RAQIRGGQSLVLTCSNDKSWEIHCEDISQFQIADDGSDFYVLIKLHASSKPLNMATNSPAKRKRLLYVEWKPIDKRKRID
EFKAALEKTNFIPRTTNNLPYAKLQSNFRDPEHEPARSSRDSRRRSRKPLLKLKAAAETPECIELDDDDAVSSSTSPAAA
KVDAFVEPRRSSLRTRSEARRQRANVDDPQVLGTCTCGGGSFTFTQGDLNRLNEGEFLNDNIINFYLKHLNSRITAEQAQ
RVHMFNTFFYGRLTKRGKNTTSGYESVKRWTRKVDLLNKDFIVVPVNEFAHWYLMIVCYPHMVTDTSQVDSTAPARGKNK
PVVTISEDEDEEKAKCPSEAHRLLSMMPGRPAGRKPLDEPSKTLYRTTSSTSPDKLREAFETLPISLDTSHDEEQLKGEP
HQEPSQCSSPSTQSQGGDPPQQQHAKSMDENANPTSSSEDVLLPSPVKLFDRDSTALRLTERRRKGSAKSYASKSSSAKS
SPAAARKLGMSERAPCILVFDSLQSSHKAAPKHISQYLQALWKDQSSGLAQSQREERNYLEMPVVQMSVPQQSNSCDCGV
FVLQYVERFLEEPMGLLEYPLSDSRYEALDWFPHSRIAKKRSKISKLILDAIEMRSAELHAANAAAGADESAAVSDNEDR
ATDDKCTESEEPPKLVEPAVPPRSTTPEIAKTGVFWSEDNDMMDQTPDSESREPEPAPAPTDLLPDVHISPSQLQTSLHE
PGPSSPTTSQARSNKDQGSDSDIEFVEEPKTEQAAHSRGKRLSNASDTQTTKKSHV                        
>Mbre_XP_001745568                                                              
MASSLQVSSAKADKETLAAIHPNQHPDSALDHESTKSTPLLLTETSEHHLSAFPTADDSWADADPLLRDALDIYGYEILP
TTGSTRLPPKNSQHGPSPINAAEEEEDVLVILDSDTDQEETHEPATGSEATSDDGHQEAEDDQSDQTVEEEEEDDEDHAE
SGEDGEEFHSDNTDDEADEDREDESDYDTDDDQEAVIDDASDDVIEIIDDDDDEAITAETKAEAEYSSQNKMSPGDKQAA
TVQASPDGTSSKIILINDSASDGSADKGFDPDSVDLDGEYDLFDPRYSIRLKKLIERNRQEREANERALNAQASYMDQDL
ARDETRFQALSLASVQALPSLPPEADQLRADALCLHGLTWLNDVCINGMYSLIHRRSQESESLPNVWVFSSFFYTTMADP
HKGYASVRRWTRKASVRPGAAPDVFAFDKILVPIHVSGNHWCCGCIDFQKKRIEYYDSFHSGAGLFHERMRSWMQQESRN
KRGCDFDFAGWTNFVARDCPSQVRHTPPHDTHSAPPPSLALLTKALADGKQENTSDCGMFAIQFAEHLSRNAPFSFSQSD
MPYFRRRVCYELSMGRLLNQK                                                           
>Mbre_XP_001743906                                                              
MPLSVGDVYVEDDDLALLPAGRWWNDSVLALCYEWLEQELQPAKTGIWLMQASLAHLLKFLVDEAEQQALLAGGPVPNCD
HCFIPWSDSRSPDANSGTHWTLLHYDVGAGQVFVYDSLCGPVEGERPALPCSYAITSALARLQQRPEPQVYRGSSPLQRN
GSDCGPLVVHNTARLLCGLLGVPFDRQPTAERAYWQVRLVVHRDHCRMLGVLEKRQGGKD                    
>Sros_PTSG_00047                                                                
MSFVLNSAKKAFHSVTRLVLGGADPAEEEQEEQKQATADAAAQTSSTPQQQQPPQVPVASAASPSQLHHNQPRHHHDRRQ
PHHEQPSPRVRPWGQPQRKAPKLSPQPPAPHTSTPLEQPHTSTQQAHGQGRRKPPPPLPPLSLLKTRATPPLPRGSSASL
SSSTARAPLSADSTRVRPSHHLAFPPSPAAGDEDGTPLPSPLVTAPSQASQLSPSSPSLLSSSPRAAAARHSGARPGRPG
PFQYSPPPTPAAFQPSPSPSPKKRAQAAPRMPHRQQRGAEEVQAADAGLLVKETAVDSAVVGDEDGKNARRDAAAELEEN



PHVRRSRRRHHHHRHHHHHEPKHHHRHHHRHHRTPRPLSSSSSSSSKLALYRKLITDPQHNKHLERKFSPYRSIKRAKQE
ERRRREAQEHRLNASALVTLDAPSTPLTTAKDGAASPASSTGAAVPASAAERVRNRVLMTRETLESLPLASARAAQSPTW
STRSLASEPQGQQQQQGQQQQQQQGQQEQAHERAGKSPMAGVQQTQHLSTTAATTRAATTTTTTTTAAAAPVTAATMATP
TSSSSSASSTTLIPPPPPVSRALPTTTTAPASLPQYATSRARVAFHQTGLVLPATTSSNGSPPHPRPPSEPTHISPTPPV
KDAIREMRSTRQMTGLRPLESTSSVIASRGSPTSAHVSDLEDEEGWDDEQSVSFQRTRGAAIAATATGAGSTRERTDIKP
PHHHHHHQQHHHHHQQQQQQQQQQSQRRSVVVTGRAPPQLPRATSSSVPPLQLSRGLAEPPPPPQAAKHRAGARSVSPAG
RSAAAAIVAATSRPTAHPTPTTAAATATTTPTTTTTTSTAATAAPPMSSSIGGVAASSTASARVSVGFENRRHSPPMSLS
PVGSRVSDRSSSPEKLVDVFAPVSQSASPATVAVHVRPRHAANTGGERDADDEAEEEEERQEGEEDRVASARADDGDGRR
RGVPVFGDTRGPHALRTASVRAEAGDDVAMATDAELFGEEMVGRTPPPPPPPQFPPSGGLRGAVIGVGEERQQQQQQQQQ
LEQQHVEKNWRRVPIAARVDKNEARSKPAADDTTTEVAVTLQGKETEEEGRGASAKPKSMAGVESGGIGGDRGEGSAIAA
AQVRAAGAKGEEQEEEGAAMAVGREGGEEKQMGAVAAEQGNDDRDESEDTAEARVGGQEHNDGGEMKGEEGEGAVGMDEG
SEDESAEENEELRDDGDGSSDSDSSSSSSSDREAETGRESDDEASGSGHISRGGGDSSVEVILSSEDEDEEEEDEDEDEE
VEGRGDDGQEEEESGESEESGEDEEEEGQEEELDDDDEEDSEAEEQEEEDEGEEEEIEASDEEEAHNADTTSDEEAGSEG
VEEEEATEGSSDAEQEGNEQSDDDLCIIEDSDEDEQHNEEHDSRHAATMPAGTTPTALTNGNNRDHDADDEDDDDGLVVL
SDEEDTGDVEEIDDSDEQPEPRTTTTTPSTGPRSNGAAESIHATRAPANNTSTLSVLGEAGSQTSFDDRLSSSRQWSDIQ
RTLLQAEEWKKTSSFHRRRAIRTAKLEDLMSGITLIGLAAHRKPGVAKVTPEEDRRVSDVWTTGGDEDELSTNGGVMRFT
LMRCDLLTLEGLTWLNDAVVNAYMGLIFERSRADPSLPRVWLFNSFFYQSLRSSGYASVRRWTRKAKPSVFDYDKIIIPL
HVSGNHWCCGCIDMKAKTITYYDSMHAGNPSFHKTVRMWMMEESKAKCNRPFDFSSWKNVTSNSCPQQRNCCDCGVFTSQ
FAECLSRGSKFWFKQSDMPNLRTVMVLELLDKKLRPR*                                          
>Sros_PTSG_01308                                                                
MDASSPPQTATASRVVVTYEDASLFASDVALLEPGQWLNDAIFTFAFEYFRHGHAETRARSKSGDVVFVDPSSLQLLFAM
DAASARVALLEPIGAAQAKVLVIPVNDAVSDARQPNAGTHWALLAVDTEQSRALYLDSMPSASMRDQVVTPLLTRLSAAL
GTHKRLTLLQPPFPRQANSFDCGMYALAAAEHVAVTGLNPEPSFDFLSPAFISELRQRWKAIITETATPDNGHS*     
>Sros_PTSG_02606                                                                
MAQLISQTHWSLSYASSSPSSSSSSSSSSSTAAVAAPSANTAAPPVSLSAYAALADRQLGTDEIHMLGCRLWHRGLGGLL
NPSALQGNDDDARNHRRFKIHHVPGHWVLSASYDGTVYVADSSTQSSTEDRQRCLGHQLRKLYNIEADHVVHLRDVPQQQ
DSVSCGLFALAYATLLAAGLHPLDLNSVSMTVHQLRTWYLQCVADREPDVVEALLMKLLQEAQLDDNNNNDDDNDDDDND
DDDNGLESPLHQRRCLFVLQRQRSLHLQPTREEDRMAFSATSGEVQQLCSFSKSPHHPFQAYTTPGAELETEIAQAIADL
HLGDDGPRDTRDVLNHDARSLQQFLAQIMDRKAGWDENPRNRAIQRGASLHGGYEWLLALPSCKDLRMSDKVFRFALSQR
IRTPCSESRASGSCYCCGREMKLDHAEVCDSTRTGRHDYMQSAISRAFMQLNRRATQEPSGFPGAGGKRGDILSFDKPPK
STSTRRRRRKQRKIKKYPGPSYADQGDFTFVPIAIEAGSGAWGSKFRKFFSSDLMSTTDPQTPPHVRTCTSMHSSTYWRQ
VLSIARCKAECYANLRCIGQMPHDKRGKKPAGLGPGERHTHSPPEHPDGTADARSSPAQPPTGQAHPQAQASADHTPRPQ
RPTQQ*                                                                          
>Sros_PTSG_10462                                                                
MTKKRSKRTKKDIFKSAKDTSTKRPQPIDKNLDPFQSDQYTWKPEPHSLDTAALQNLPTFVPGGSHNLNNLSRMGSRQSK
PSRRKAAPPAAQRSTVTSRYPPVLIETPKEPRTRPSSPSTPTTGTHPTTRSTTSSARSARVKNFYARHSSSHAHQQQPRQ
SSPPPPSSSSSSPSLLSKIRKWGGRIVGGVVDGGDKTSSRSSRSRSRSRSSRGGGAERDVDEVVVLLDDDDDDNNKDGDH
NHSRDHDDDGAGGGRFSTLNQAPETVHPVDDDDGDDESDEDGGNDHDDDDLPPAFALSPSQPQQQPHQQHPIHVDDDVSG
DDGDGGGDGGGAATSGGQRRRRRPPKLKHESSLLSSSQSQGTSGDHGGGNGAGAADAADAWDSDQLIALPNPLSAMERGS
EHKRNHPRSGGNVFATMTGKHRPESSRADDGDSNSNSDSAGDSDGGSGSKHKIKAGNAAATITTTTTATEAPATAAKALV
VTAARRPVTRSSTRSQRQRTDDDDDDDDGSGDGNGNGDGAGGGKKSRGGRGSGRANGDDDGSTNTKDDTPAVRRHKTRSS
GNDDDDDDDDDDNNKTGRRSSSRRGRRRSTRGSGDGDGDGDGDGDGDGGASASDGKKAIKLPRRKRRQEQRRLDDAEVMV
AVDTSGARTLNLTRGSYNRLHGREFLDDELVNFWLAYLHRQYEMNTARSNVHVFNTYFFSKLCDGGYDSVKRWTKHVSLF
EKDFLIIPINEHAHWYLAIVCFPFMKPPAVEGTIGDASAPVITSVRTRRSGNGTALQSLQSTAPPSSSLNNPWTLSSPPP
RYGTRSSTGAGSIPHYARDAVYRTSSATDTHCNVPAGKTNTASTTTAGGANKAGGKRKNQGRRGKQLAAPPLGRVLGSGT
EVPLDAHVLGRSRGDRGGGGDDVVKQTAFRRKKPQLEHMIVRILDDNDDCSGDRDCDGDGGGGGGGVCEPRSQPPGDGQE
DQEEEEEEEDADTREEVTITDHDAVTDNETTAIPTPQTTIVRAVATPASPQLRRGTTSAPVSPLTRAAGATTTPPPPGNA
VSLSVPPVNTTTTVVTPTTISSPAQTTTIISPTSPSPQPRTATTSTPAAATTSTPATTSTSTPATTIITPLATPTTAHRA
HGGDVNSAGTATATPDVVMATPTVAAATTATAAAASSSVTATAAGHGVRTTVVAAPTDGGSRGRASAMMDCSQDIPGGDG
DGDGGGQDLGMDMDCREDDVVRADDDAADGDGADGDGDAGAGRVGDSTGGADGAVKVVPTNNGHTTPFNDNDGGNKTAVT
NDDASAGGEDDSHYTNMMSDALAAIKATTAKNTCGVGHNNNPNDDAGDGSEGDNNNNNDDDGGDVTVVVQCRRQRRASSS
PLTDVDDIDTPAHDTRDRSQGPGHAVAEDDSGDDEDDKITLPVPAPVNVNNSSDNSNNNSHDDDDGDSDDDRATPPLGSK
DNEDGGSDAKNAGVVAVSRDGDGDRAGADRVGGGDSSSGTRRDVDMDEDVDDADGDGAHDRNRCTGELQSTVATATPPPT
AATAAETAAANTGERAPTKTIHDHDDGDGDGDDNDNDIEMNMVDATDSDDDAFADVTGPASEQERRDREIAQRTQLAEEL
KASRPITRQNKKWLEQQQHKLMLRADDGDGDDNDDGDGDGDGDGDGGAVAQDGQKQRQRQQQRGSRGKSSGKRGGGSGGA
KGKQGRHSVEVVDDGDNNDGDGGDAEADSDGGDGGDGDKRDGGRSVVEDCVGKVKDTSARKRAKITGAAPPRVERYPCVI
FYDSLNDPCISHAETIKKYLQNYLIHEYKHERAEGDGLPQLEDIAAMPVKETKVP*                        
>Cowc_CAOG_01269                                                                
MSRRRRRSNAPQTPPSKTSTVAGTLYHHGSSGAIYEEDTEAKRAADAEYVAMGLLPAPKPASTATVRPASIADGRAVSLS
AAQAQLSGSARQSTTSAMAIPAKSAQAQHPAWSVQAKSVRFAQSPELHIAHQQPHQPKGHGKMPQSASRTQVAPIPAKMA
FRAVPQSQINQPAGDGLQKAPSTKRQRATEVTAGTHQDSVRNKVSRQSEDADVPSARQASFADAASASAAPPSLRAPVVP
PSSSRHPTAREHGFSTTSNPPKLPKPAASTSKTTPAIVSSAMNNSSLLFRGHASSSSSPHTPQLKIIGRPDMLFRSPPVA



APAPAPAVPAASFSPGKLSPRQRKNQRKHRQHPAEAVHNNAIIISPSPVVRAHALAPAQTSPHLSPRQRKNLRKHRRHEA
EAARAAEARSPFRPRMAATINLVHSPPIGSIGSIGSASSSSSSFSASSPFNASGGTQTSTLSPRQRKNIRKQQRQHEVAS
IVLSPASPSVTTTLPAIRSIAPPVRQNLAAFSASSGAGPSSAAGHSRASGVLATLASVDACSKLLRLNDTSHLVSVHQEK
ANGVASKRRHAEESDSDDDIEITSVTVARKPPDQRAPEPLIKLRSSIPAHALRRSMPLVPTCSKRKLTPLTFNASLSPSH
DGKLASILSMQPTALISSVHGIKVLGSDLQHLRPARWLNDEVINLYGTLIAARSAGCSTLPSVLFFNTFFFSKLQKHGYE
GVRRWTKDTDIFSFDQVLIPVNSNNLHWTLLVIDMRRKHVGYFDSMHGQGSSHLKLIQFYLAEEYYDKKGGAVHLDSWTF
QTAQHAPKQNNGSDCGVFCCTFMERLSRMGRLDFSASDMPAIRRAMMYEIASLSLLNQPVE*                  
>Cowc_CAOG_03155                                                                
MMSDSDSPAILSYHNTLLLRSDLDLLSAGEWLNDRLIGFAFEYLEFQVLPSASSACSGQASPDLASRILLVGPDVAFLLA
NMDPDQAAGILASLDAPSRELVLLPVNNNRNVEAAGGSHWSLLVVDCSSQRLFHIDSAEGSNMSSAKSLARILRSVLGIS
AKVPVRAMPCPQQHNCTPFDRCVFVLLNAASKFC*                                             
>Cowc_CAOG_03468                                                                
MQHNVSLLDVLEATRAHPAHQYLANASPNSWLLDASPMSVASAAGDAMQWSSIARLSSSTSAQQQWRLDGSVMAIDETDE
DDDEEDDDDDHDGAGRNKTTTAAGAGSTPQYYSSSSKPLNASPARLMGSAMRPPLSSSKAFSSGLSSSRSAYDYATHNFP
WTQGNRAQSALVSQPLAFTPAAAAPAPATGGARTAIATDQEYGAAVSTAQWNAQPLSPRNPARLSSSSRLHPRRTEVRVS
REGVTPYARSMASPASNRDEIQIVSQTLPTAQNVPASSILEQAKECLSRATNGVQLQASSTTKRTLSSILSSMATSLKAE
QLLAAAHLLVEKAKRQHSAISRNVELPVDSFVQTRKLVQRDQALEAQLHAKMYGPAVEVVEDISGDALQKVRAAFGPGHP
TEVLVSAGAIQLTRKDFSTLTDQAWLNDEIVNAYMDLMNKRSTNAAQDSTSRVPKVHAFSSFFYPQLLAKGYPGVRRWTR
NVDLFSKDFIVVPVHLDVHWCLAVFDMKRQVLDYYDSMGGINSSGTAALVAYLHQESLDKRQQALPADVWVSTHQENIPE
QRNGYDCGVFMCQFAERVTRSAALDFSQSDMQSFRRRMAFELLEMRLLK*                              
>Cowc_CAOG_03611                                                                
MPDTVHVVDEDDDDEQATSKQRRQQEDEEQEQEQEQEQEQEQDERVEDSQQDHDDDYRWTSMTTTATTTRMEPSLTSKQD
KTATTTRRKQFTAPGDGDDEDYDHSNAEAQVARTPSRALSSSSPSLMRVGMTSALNPDYSERLPNAAGLGGRKNLSLERR
QVPASVAATITTSAGHSGGGDGSIRTTPVLSEQTESTVSQSLSGRRAVRAARAPANLSQDRADTDDRHATRSTQEQRRHR
RQEDLQQQQREEDLEEEQGIDRAPITANHHSNHHGNGDDSAHGDVLVVQDSEPIDSAFLVTRDRPPDLQQSELGAEPALT
LPEPRPSHPVRGFSSLPNHTIIGSGLARVKPKTAQPPRQRAADPDQLRHDEAAAQWDQHVAPSHSLNESMIVLDDDAGHH
DLGVLEAKQDSSGQRRVSPAAKDPRQSSSLSKSQDGLPASAQLFYLKSPTAAAATSSSGSKHPGRNSRASASPTSSAARK
SSRSPASPMLRMSDETLDDDDDDADDKMSSHANRRPGKRMTQAAESTRTVVTRGTRQSNIKDSFAAAKPLHGGSSAQVSE
GDNDDNAFQSQQGGLKRRRSLPYDPDSHRTKKSHLDSLESIPADTAAIELPDGKTITGRVVSITFEASRLSLLLVPTTAR
SASTGTPIVCDDDDSALDQSHIATQDTEPPLFQAQTSNTRGGDLLQVVVPLAQITDWKFEHQTRKTTIHVRPSKEPNQET
AASRSSKVPTTTDDPGSDFSADLFPQVNETVGKGALAPRRTEPLFSVASGQDSLWDKQFKHPSSAAGVRPAAAAAAAAQE
AEQQSILSDVRMIILCSSTSYDVQLVENTINRGRAAKDEIICSGAGTSAVGLTSRRTRSSISSGSDFSALSGIEVVKARP
KLLTSDVIYRPLIGAPITVRNADAMRLYEEEYLNDVILDFYINYFLTVKASDAQRNQCHVFSTFFYSRLTGTHSSSDPFS
RDRNGTSPTEKSSSQDLMDIKYQHVRTWTRNVDIFSKDFLFFPINASQHWYFMVVCYPGKFAESFLAQSESDAATSRPGS
TDSGPQPMNGDSAERSVHKSSSPEEPTEPADPAASPVPSASSLVVEPADSPSDDTQLSTPSLLELPSEANAPSKSSTTMP
QIIMFDSLNGSFRSQVSRQLLGYLSSEWKNKRAEQPPVDFRSMKGSVAKCPKQTNYCDCGVYLLELMERFIIDPTAGLHC
NATWFSPSDISNKRTAMRNLVASLAQEQPPTNSDVDVEGDGDKHTDGEDDDVIAHSDDPSVHFAQTITPSVVEVQPSILS
LGTLPPSLNYATSPSHDRMDDSSMDETQAAVVAMHVESLAAESPSSDQTSSSSNARRVSAPFHAQSSNNNGNNNGNNNNN
NNNNNGLFSTSAHLAALRPDISVPARPCSPFDNMPSLEASQPMDDYPDDRLSLAVDQPPEAATNGTLGPHLRGEWNGYQV
VVYHSPMSATVLTDKKWVDREIKLMSNHLKHEHIAPLLDHALVPTGGINLIYECLPNGTVRDWLDGKHKARLTGHQRQDV
IESVARAMLYAQTASRNQPIFHLRLSTASVLLNAAGVAKVTNFGFVPPFAGASSAQLLCSAVRATLCPAYLSLGKVSLTT
DVHSFGMLILEMWTAQLPSFELKRLDSDGLASQLDREVEWQERMQRVAEDACNVAIECLRDSPEERPDFSTVLQRLTERS
TASAADSKVVRRGECLWCVKRARSVSLLPCRHACVCEPCAQGSKGQKPCPVCRTPWQASSPSPSRVIDLH*         
>Cowc_CAOG_03899                                                                
MLSSVPHIAAAGPFTAYSDAAQHSTQSRTGSSVRGRMKSSSNSSSSSSSVLSRPKRPADESAHPMQVPKRTVMSQERSGG
RRDEDDRVLSANGLAAVSVSIVFSNETAPESMQSSGMPRQQALSHIQGRLESGGRLLFGERGLQLLLETPSFSAIRADVC
AQLQRYAHGQAVGWLRRREAPSTFDSERLSRIRDEEDNFQLWEFPYACLRRVRVPTNSKFIQINLNSNIWRDMQRTPDSA
ALPLLPNWLIVELPVATSELNASELKDTLLDKLVASRTSVQAHALLEVECGSVELSIPRNFQTSLSGIPPARTVGQRQVD
STSTNTPSLLSIVPKTPPSRVVASLDMFNTPSPTSSSNSLLHSSSHVSGAATSSRAAHRTESAFAKSFYESAGTLRSGRS
RSSSLPSRPGRRFSEVVDLSDISPSKDGSEDAVEIVTPASARDLTFEFESQLSRPFLYAPAPKVNLLITNADLARLKSGE
FLNDVILQFYLWYIEYSLLSEAQRARWHVFSSYFYLKLTTQRTDKSPARLSADEKAKLQYENVKSWTRDVDIFSKDFVAV
PVNENAHWYLIVICFAGQYAQAQSVENPSEEVVASDDVFEDTKAANLAPTTPRIIVMDSLGAQRAHASPVKLIKRYLTLE
WANKRPNEPAVSFDKMPLVKPQIPKQNNYCDCGVFLLHYFELFATNPDRGMRCDKDWFAATDVSGKRPAIRGLILSLAEA
QQHDEQKRSPSPRDHEDESSTLEAADDNRRVMEGGTVDNNSDAPLETPPSDPSASDSITLLKQDQDQDQDQDQDSVYNVL
SSASA*                                                                          
>Cowc_CAOG_05547                                                                
MGQGPSRSIPSAAGRRAQSKSTATAATATATATGLMTSRTTPSRHADTTAMSTTAKRRELNLRFQRAVSQLFASDQDLSC
VCEEYLRNAKELWPPVHVLDGDSDADQDDDVDDHDNEVDVQESGRSVRAPSASSVERPSKKPRMEELSSSSSSSSSSSSS
SSSSSSEGDEKQYLPLTQASSSLTPSTTRTVQPAITTAAELLLTARSTRNHAGGASEKVLVTRLSPLFVLAGFLNFAYDE
RTEGPLAAHANLLQHATFDVETWVHWPRDWIRHAAVWLPKTLGDADELELFAEVLPEIGLSLQLKTFYNGGEAVATHRST
PFPRPLAFLVLHPSLGCIGVVGLKRDWILIDGRPGPLVYPGSESRVCTFDSLENAYRAAILLFDGVQSQVREMVVLLPNT
APLGEFPVFANNKNMEPKAASTTTTSRHAPATTLPQTPPRASDASQSSTPREPATPRSIAAPTSSSSPAPKAGVLSPRDR



NHQPPPIQLHDDDDDDDFDGVDIDHSDRSDGSGDESDVWNECSDRVGRRRTPSPPSAAPPRQSASTTPSSQSSVSATDTL
LARELTPKEFELLDGSGWLNDRLIDAYGELLCHGTPGLHIATTFFFTRLQNRGISHVRTWETSIRIGLTAPNAQARLDAL
SSEADGGAKPKFKHPRVPDRVIMIPINRDKAHWGLLVILPEQARVEYWDSQHMSGNDPLKLIERLLRLLRPDVKNWELVD
CAKAANPTARTPVQQNGNDCGVFVLVFERLVRRAFVAGDLFVSHQAQTSTILQTVDDRVSAIQPFRQHIQSELRAAELNF
QDALF*                                                                          
>Mvib_comp11778_c1_seq1_fr5                                                     
DVLWRGFRAVTSFLSPSPKAPGSAVETRRRRRSPSLTPISQRRRGENLTPRRDRSSARPTLVTNPPHSASPLLFSPPRVS
VQAHESALSRLEGSEQLVAYKMMVDQERNRARPRFETTHRVSLPVAPVIDLTVDSDEEDDSLGAAASPPSTPALLGRMGP
RGTPSVREDACWRWTDKRLCSEHEETIQRLDKLQQTPDPVMEIASVLSRMQTHQDETRRRLDMEIAATRAQLDTDALQGL
LRNKESKRELLVKEQMQGGTQQEEGGMRALTTDEQSRIDEASATRLADKVCKGFRITITGEDFARLNRGKWLNDEVINFF
YELIMARSRLPNRTLPKTHAFNTFFFAKLANPNQGYASVSKWTRKISVFDLDLLLIPVHIGMNHWCLATIDFRSKRISYY
DSLGGSGEDSLQILWEYLESESQDKRNCAFDFTGWSRVTPHDIPLQQNGFDCGVFTCMYGECLSRDAPIQFTQNHMSLAR
SHIKLALLNQALWK*KIKKNSFLSVLKK                                                    
>Mvib_comp11778_c1_seq2_fr6                                                     
PIESGKVFFFAKLANPNQGYASVSKWTRKISVFDLDLLLIPVHIGMNHWCLATIDFRSKRISYYDSLGGSGEDSLQILWE
YLESESQDKRNCAFDFTGWSRVTPHDIPLQQNGFDCGVFTCMYGECLSRDAPIQFTQNHMSLARSHIKLALLNQALWK*K
IKKNSFLSVLKK                                                                    
>Mvib_comp12689_c0_seq1_fr6                                                     
LSLDRVTIRPSRPMLNPSDIAATALMQQAYCKPAGAGHAVVENDDDFATKSAYFRRRDRRPVSVPSDKEIDQMKQRKVLA
STVGRNKPDADAKPIKAIQVKSVYFGRESCIVLSCCLMRYMSAEYSITVKRCNESVKAVGIPEYDIVGVSLTSNFEDLSG
DSLAILKLKSEFKHFAEPLLLSTSGSFPLTEVCLRIPSSQSVKELKQFFQQGRNGQIEVKDCTAATGSNFSARVIDIDAA
MKTYMGLSDEEKKHDPSKEFLVAPKTRGPRLVSQPRVAEKRQQLLSNEQSPGTSTPRPVKRRTQTRYSPLPSTPQSTRSR
KTCRTSSGVVDLCGDTVASPNIAIDKEWELLLGNYKWSHFPPPPTTDGQTASSHSQLKVYRSDLLRLRPGEFLNDIIMDA
YLKYIFQKFIDDDDKPKTHIFSTYFYTRLITRPSSSGLSKAQKIAEQHENVRRWTSRFNIFTKDFVVIPINEQQHWYVMV
VSHLNKFVRKKLREKGATDHPLLKGPPNSEVRGEEGEETAEAAASAAMEEDQPRCEEEEEKEEGDGEGEGGDESDSQMSF
ESSAMEDVESVAARGTVEEQLSDEEDDSDGDGGESSPELHGTQTVQEGDDSQDSCEPKTLNLFSFNCVAVPHSEQNVKKE
RKRKRKERDEGIVEEESDDDDKEGDEPLNKRPAFVTAAATTTSPTEASSELSPDDEIMEVELDREVPSLLLFDSLQTSNW
KLSTGQNILNYLTSEWKARYPDGPEIVFSSSVFPGRVVKCPTQDNYSDCGVFVLSNMEKFLQRSVRAKMDLSRRKIDVHQ
WFTPRDIANKRRNMTELVVQTWCKETARDECDGEGDGEDGNDESDVSDSECMIIE*FAACNNKNNNFIVFLFLLWKREK 
>Mvib_comp12689_c0_seq2_fr6                                                     
FLDCSYFLCRQHWYVMVVSHLNKFVRKKLREKGATDHPLLKGPPNSEVRGEEGEETAEAAASAAMEEDQPRCEEEEEKEE
GDGEGEGGDESDSQMSFESSAMEDVESVAARGTVEEQLSDEEDDSDGDGGESSPELHGTQTVQEGDDSQDSCEPKTLNLF
SFNCVAVPHSEQNVKKERKRKRKERDEGIVEEESDDDDKEGDEPLNKRPAFVTAAATTTSPTEASSELSPDDEIMEVELD
REVPSLLLFDSLQTSNWKLSTGQNILNYLTSEWKARYPDGPEIVFSSSVFPGRVVKCPTQDNYSDCGVFVLSNMEKFLQR
SVRAKMDLSRRKIDVHQWFTPRDIANKRRNMTELVVQTWCKETARDECDGEGDGEDGNDESDVSDSECMIIE*FAACNNK
NNNFIVFLFLLWKREK                                                                
>Sarc_SARC_02245                                                                
MKAVQYGDTVVYVEDLKSLGKHQWLGDRVISFYFEFLQNEVYPEYPAICFVSPVVVQLIGSLTVPTEVEQFVSAMCLDER
DLILLPLNNNIDYSMAAGGSHWSLLVFDRREHVFTHYDSMRHNNWKPAVDLVNKLHPSLDRYAEIIKATCPQQRNGSDCG
MYAMVFAAEVAQAFADNRKPDLDCATPSFVDAKRKNLYDLIIQIGKPCDNIR*                           
>Sarc_SARC_06598                                                                
MGFSSTRYAISLVTDDEADDELRKQLSMALYGPQQPQVKTSRANIVDWNVEATGYWTKKENRDEFNSLNQSFQDISFLEE
PSPSLPTTDRHFKQIPIPPDGRERVKRVWRRRSFNDSDVVASGLQCSVTQRDLCRLDGLEWLNDSLVNMYMAMINDRANR
SGASVPRVHCFNSHFLPKLRHDGYEKMQRWTKRVDLFSMEYVIVPVHRGSHWTTAIINFVEKRFEYYDSLAGGGQDVQDL
LRMYLDDECMAKKGRTFPLEDWADFTPVHLTPQQDNGSDCGVFACQFSEYRSRGSSGIPLGQIFDFGQEQMPYFRLRMAH
EILEKRLMIS*                                                                     
>Sarc_SARC_09593                                                                
RVILVEKCSPKRRAEVHVYNSYFYSKLTSAPPMESFYNLDTEGKYDAMYNRVERWTRKVDIFSKKLLFIPINQHAHWYLI
IVFMPRQYHAKPLSKDEVKENSKDKDQQDGTEDSAKSDVQNSKQSKGKVKLEGPDSDDSEAEQEEFEPGYLTREWNRKRL
PKGEPPINFTNRDFKATYAHVPQQANSVDCGLFLLQFVESQIVNPLKCTKIPMDASDWFKPSIIKNKRKEIRDKCLALNL
QQNRDGKPVKSPVQEAAPELPAPGDVNADTSPPQPVKRIIGPTPDIPTVGSSELPVGTANQVDTTSTVLATIGNYESDGN
DTGSNSAHNSATGSVDGDGDEDTGKEKIGSQGSEDDVDMPMGKPLPALRANAEVSPRVLTRPLAQSGQRTIQDNDGEDVV
GTTAEAGDKQPVQASVHSLEYTHTQSHKITGMGKGSITKPVGMGRKRNQSPLPGPLLPPEATALSEPVGYNSSLANTAQH
RQNDAFDSARDQGIAKPVEKLKGEAMDAQQDSDPERYSTSPPPMKKPKTRQDPARSRSGSAVGIKLALAV*         
>Sarc_SARC_10951                                                                
EEELRQKPQLPAIPADSEEVIDDIFNDEYDDDHTHAKGLLLEVKQRDLSLLNGLEWLNDTVINMYMALINDRAKQPGTTM
PPVHCFNTHFLSKLQDKGFAGVKRWTRKFNLFEKNYVVVPVHLGNHWCAAVINVKEKRFEYYDSLGGRNTAVLKTLRDYL
QEEHISKTGQPLDFSEWTDYTPGTMCPQQNNCSDCGVFLCQFSEYRSRGADLTFSQADMPYFRRRIVHEILQMKLMA*  
>Cfra_g90                                                                       
MLSDSFTCIFVALQKVDAVYRFGDNSSPHKGSVIFTKLFIELTSVNQGADMDRKFNKTEIYLLEHHLKDTPFVIRFKDRT
GECVTVNLKTNWAPAKESMALEGFNRIGRINASLAKKYTKSLLLKLTKTRSIAAEMLQDKSTSSTKTPQSPARPMSDKFD
HDYQKDTLGSTRRSNPSESIPPPSEFPTNEVDYAPEPNIRKRKPKMTTRKRPRDSEDESDNPTEKLSREHKQALPVLLGD



TPTKDKPGSTGPDLLESPRKSARLMNKLDSSRNATEPSEDPTSVICIYLPAGVAAKNAVTIKQSDLNRLGPGEFLNDTLI
QFWLLHIQYEIYGQEERNQIHVFSSYFYQKLTTPPKHVDEMDFLGDSKYDAAYQRVARWTKTVDIFSKKYVFIPINQHAH
WYLAVIVMPNRHPRRTVNSKIIPYDNTRVKGQLGTKGVNQEFDVQDMQDSNADLEKYLQREWNARKNSPDIPDMVYCKEN
FKGTHAKVPFQMNSVDCGLFLLQYVEEMIGNPLSCEKTPIECPTWFSKNKISTKRADIFDRCKALEREQTLKASKYPKDG
QLSVGLQAVQGYDDSRSASACSTYASDYEKDMNVKADATAGVDADADAVASVSESMMEDEGSTSENEFIDQYEHAELIQP
SVSTTTNDGDDDFGPSDTYGRRVYVTSEDCKDEKDETLVKCSTSSIRNLSTRKAKNHTLSPPCRHTSVQGCINKDIVSCT
FESANNPGPDDQTDATGCEDRDDSTHIRVYTNWEEDSVSGGSFSSDSMENDSSAEWKEVPSTSLLSNRIETYSHDLPFNR
HSREKEDAFDKARDHEYVKTNVSRRTHKHFDTIDDTCVNVSTNSAKEPLDMPTSAQTKTCTEMDNDSNTVLSKSPSNLQT
RPHIDLGVTSQQAKQFTKKHGVESTDGASQVGKGQDKHTSVGSVVDGTVGRRGNTHDSMNNIDTPDGKLVPTPTRIHNIH
THAQAFIPSRLYKQTHIRAETPPPAATEQTKFDEKESAIDALDGTNSEYNKLLEERKERNINPDLPHSATPTHIKFHRTQ
TAARVSNKNYESSNTASAESPDADRPGDVDVSPDAVPRSGREKSNEVIILAASSTKPGSPERVNSSPNADVNGIPVYSSR
PLHNVSCKIENLEKFSTPLKELQGSVLDIDTFRKSRLKNNVADVPFDVEAVIQADAVNVDSDVEHIELQNNEGENANSMD
VDLVNIDANDGCTTARGQTPTRPQSQPLPLTERQQQALAQTTPGMTEGKCTDIPKAQNIGQTHASSSLSASVTSGVGVHI
YKRKRDCADILSLAKNPEKGKRGKCESGLSHSSKISFDETPITFTQPGKSLHKHDKIDSLLYDREGRSLAYNVALSSSTY
IKDCDHVNEKLPEAALTMATLELEDAHISEHPYTHTDTDRGVDNHTSMKTNRCEFGHRRRENVSNISHVHVSKDAGRSTF
QHTPTQTHRKNTHTYEVLERKGSVMTISSDDENVTKSVSLTPTCTPTSTGIAMHSAYTGALPAMISSPTQKLSPIRKTSL
KKNEQTRTKAYTQSTIITRLPPTPTHSGAQQEDEPSNINMYIHNSSIPTIRPSPKPANRSVQEEGRRANDNDCAHVSGIR
IVSEGDRRKQKVFTRKCRNQQEVLESIKLNVADDERSTPYANVPVHASTQMNTQRQNTNKSVGVGEEESFYCSTDMHMRL
NSLKSLGNADCEQFRLKCPQPWLGDDNVIPIANTDYAIKINPTDTDTKPNIHHTRTTEQIDVSKVPKIPPDAIAIPTVAQ
QTARTRSSHGLPTSGINLKHLPTSGLNLKQSTLNGRTYPLSRAAQRSPTLSNSVEIKARVNVGCTTGNDAQSDLLDKKTW
NKDFVSPTSTHKGVCVAENLSQLSKDVEDLTNDDEVDSLNTSVISGPGSLKKQKQKPFKSKELLVPGKKEYRTLF     
>Cfra_g2294                                                                     
MLYLPGSNARALEKAETLNADSLILDLEDAVAPSSKEMARRQVAGAVHAKRFGRREVSVRINPLSSPWGEEDIKTIAAAG
PDTIIVPKVDHPDILLRVEDMMNYYKAPKTMSIGALIETPLGVINVNQISNATARLCMLILGTSDLTNDLRSRHVPSRAP
LVTSFALCILAARTHGLAVVDGVHLDLSDDVGFHYACEQGRDMGFDGKTLIHPKTISTANEAFGLGNDAVERAKRIITAF
EAAAEEGKGVATVDGKLIENLHAEEARRQLEFSRMVRELEYGDDDYECIIETRERTKECAQSSRNEGHDVNIYGKDKIDS
QLHSATRVKTDMMRTHSNTRVTIDLESEQGGKVHRGSECGVKACTKGVRMRSPVPVDRHSVSTENTTSDLTPRMARNQKV
EKGHKALSIVCTATELNHQQNVRSYQERVCDSSRPNSRTHATKDPVTRKIMDVKNVYRSSAHTDPCSCKVVDVPKEHRSR
DNNHTTRTLSSAPTPRRDQQVKNIASRPQSNTPRRHTSAAQYNPANTSGTGGTQNIDGTVRLFSQSLNDSLTDLSIDENN
LTKLIAEYPRCGAIDLTDSPTTYTCKSAFLDRTESKFESQRSPHRKVDDSKRSKQSISTSVPMTPSRSSRKPIEKQRQIP
KSKQTEKDVVTINLVDSDEDELRKTSETLFSTSKKAALRLSVIDSSRFTRWNEMASKDMMGTPNGLESLRRSIAGIDDTT
PRDQSGKKSKFPKLTQAAMDRVKKVWSRKYFQSTDVVAQGLRLQVTQDDLCRLQGLDWLNDAVVNMYMALINERARMTGE
SSVHCFSSLFLTKLNHDGYGKAKRWTNKVDLFSKDYVVVPVHEGCHWCVAVINFRLKRFEYYDSMGQPNPGVFQVLRKYI
QMESEEKKNRVFDLDGWVDYMPLEVTPRQNNGSDCGVFTCQFSEYCARGCNFDFTQADMPYFRQIKTLEIVMCLQEQQYN
EKISSYEKYHTEHGGDIKARKDMYADMVNKYYDLATDFYEWGWGKSFHFAHRLKGETLNESIKRHEHYLAYKMRLEPGMK
VLDVGCGVGGPLREIASFSGANITGLNNNVYQISRGTQYNVQSGHDKTCDFLKADFMNIPKPDNTYDAIYQIEATCHAPD
KVKCYAEIFRVLKPGQVFGGYDWCMTSKYDPTNVEHIKIKSDIEIGNGLPDVLTTKECIDALTMAGFEIVETADLCETSV
IPWYEPFVGKSMSLMNFRVTGIGRFVTRYSVWLMEKLRIAPEGTGRTAAILETAAHGLVTGGGTEGIGRACLEEFIELGA
SVMFISRTAEKVEATEKELSAKYPNVKVYGISGDCASEDGRKNLCDAVKECFGCLDILVNNVGCNVRKPTVDFTEADYTK
IIDLNMKSYYEVSRSLHPYLKDSGKGSIVNIGSTAGVTVVCSGILYGMSKAAVTHMTKYQAVEWAKDGIRVNMIAPWTLT
KMADKQVMQWIGDQLYDLVGLNERLIVQFLVDMAVSAKDPNDLLRQLLLSESLPDNDKARTFTEELFKRVSRKEKTSNGE
GKRRAREQEDAAVAMIEKNASYAILDDSEGEADEKTRKKIKKAKKKDRREREKHMRSTDNADSDDGDGVNRAYLEQRHRE
RVHDEVVDSKAKALELEETQRDKDVEERDAFAERLRNKDKARTRNMVEGKGSTNSSIDAVRRRQTQEEADKKNILPELRK
QAREKYLKERKDRKLEELRDDIADEEYLFDQSKLSKRELKELQYKKEIYSLASEHVKARDKGDVD               
>Cfra_g2927                                                                     
MDLYLYIKGYVTRTFRTVPDVLPQSPRVLPLSPSPHSYSPGQLFSHAKPRGVIKTNDGNRVQTKRISAGGVEYKYSSSDG
EAIAEKEQDRAKEETWRNFSSTFAENEIDRDYDTKRELSEIDRKDKFMCRVERPSPQLWKITSIENSFPKSPHTPRQSVF
KDSPIDANNKNANLAGLGNAGIPDTTNNNSAYMENHKPIHKDVQENRGYLTSDHSYTDILMFKRSKLSKSGYKNLRASRN
LYKSPKYAMTSAFRKGRTKKHRPNMLCATPTNSVRTTSVEYNEIDRHNGTEKDLLELESDMLKMDMAPSEFLKKAKAIVA
SLDEKNRPVDYNAETWQKIVSKRAENAKRDMEFLRQNSVIITDILAKKEAEKRKSIKPFPVLPPEAVEKINKIWYDGEYD
EMKIHVKLLQLQVTQGDLERLARLEWLNDAVSTSDYIIPFKTFGILTRAYLVPQQVDLFEKEFVVVPVHLGNHWCVAVIN
FRDKLFEYYDSMGGSNPGVLRQLRNYIQDESMDKKKVAYSFEKWQDYTPTKHTPQQGNCSDCGVFMCQFSEYRARGKDFN
FSQADMPYFRQRMVYEILELKLMEQ                                                       
>Contig26938_Abeoforma_whisleri_fr1                                             
YLLPTTYYSINPTYYSINPNTYFHLLVVY*LFCLLLLLATNYLATICKLLLRLTL*NCCKQEKNIFIHDINEINQTPKQL
EEDCMFGSIINIRNHHWLYAFAFIKHTDSKYMVQSCYIADSLNSGHATWKTSYQNMTSNIRHTFSNVDVSSLPPYEIIDC
HHQTDGSSCGLFSLKFLEISLQNKSVDDIIQEIRASQLCKKVRTKWRRDIVDLYQIKIACCGPATCSGCVACQGIDYVPR
LPCPKICGGCGRDFTGDSHKCTRCNLYCHAFCFEYLETSEGSGSKGVCKSCFSSPPSPSPSRSSSSRSSSSPSPLSSQTS
DPSMPLNQSSSDEVIPPLLTYPDPFA*TN*SCGKTVRRTTKISLYRFWSIY*WRETLYNSGSQISNQVCVRFVFSQRGKL
SQV*TRQCRSPKRKRNTY*ITTDRAY*CSFLSRRRVIQLYMQRQYQYVMALYGYVIL*RYH*KKRRLIL*NRFSP*MEKT
RLR*DST*SLTK*ESVCCR*TR*SCLARVRG*R**KQ*R*QCRFRW*W*Q***FC*QW*RR**YWWWW****KPCRWLRW
W***YFIGC*NYLSQ**LSQYH*SNFKCKQKKNRLQPRYEEV*IVSRALFITG*FFFKFMHV*DCY*IS*QKKNQTDIPT



SNTTDTINSRPTDVVVTGRPRQKRILSNVDHLSKPVPNPKRKAVTCSNCDLQGHVISTCPYSIGKKIQKDQLLKIERHVI
SLFPDKILDYDTVSGVAVNFIDTIQKFKFRTSKDKENVKILLKGRCSYLRKNYIVISIYPEKIKTGKPTPIEGYDTFKVL
QEDVENYLKFNEQLIGFYYDNSNVCPIGNGLKHPLKPGDAVKVKYDKKYYSGFIEEVTDLRNGNFDYYINFTDEKTHLLK
ICSTEEHFILDSLTHYDFDELKGIKLKKG*S*NRSMNTLIKIDRFRP                                 
>Contig33965_Abeoforma_whisleri_fr2                                             
DNNDNNDKGEDNNIVRQSDQNSNTQQKRIISNDSDKNSTSSNNKNNHDGSTSAHSFSTTKVNNKNNSNSNNDPDKQHHRL
PPFSFPSLPSSSFSLHSTTNPSPTRPLTPATLNFGDIDLTKSIDQPFNRSKNIESSFESSKAGLESNFTDSVLLTPSSAS
FLKYSYSHQTRPYVGSQLKGSISQKDVQRNRNFKEWCKQGKQAQADKESKRDEGVYIPLGGRAVEDYRKDRLERKIKDEG
LFHFRRTNAKIKSSPIRKREKRKSFFSLNPEDEDDQPHKVNDPTYTPKTTSAMEIQARKRKLNMEAFQLLKQKGKSLLHI
KLNHQNDINKHFQRFGAQQAAEFKKLAVPKKSFSEINENQKAAVSQAYNSPSNLLLSEAFNLEVYGRDIVKLAGLNWLND
ELINFYAAMINQRSKDHPKLPRVHMFNTFFYPKLREGYDRVRRWTRKIDIFSLDAVIVPVHMETHWCLGAMNFRDKRVEY
YDSLGGRNDDALTKFLEYISKESADKKKVAYSTDEWSYYSPQTIPKQKNGSDCGVFMLCYAEYMSRNAKFDFTQEDMSCF
RERISLEILTKRLLSTPSE*NTRKTIIVF**SNDCYQLHQSE                                      
>Contig64477_Abeoforma_whisleri_fr2                                             
NYIVRDNTLLSNEVTPPTPLCMPISSVQ*KVVWP*ISFIIE*SITFGNSSFVTLMLHKDGPDPYEKGRLAGNALGKLNKL
AHKGRKPGKYLSAVNQTRLNRSKLIEKNTAKLILADRAKSNRVNEQAATRYESFECSSPSSTRNKDLTRNPSPNSSVSFL
NEKKCRITIPLSSNFNSTENEAIQTTRSKALMKRNARVFDIIDDEDDKDESSSLSLKKTPRPKRSKQSNPVDKKGSVLSS
LTSFKPFAQPSSLSPIELLKRKKLTDRRRDYDSPFPMIPTSDLVPTSDIRMEPKQSFTEFSQHGISVTLNDLERLRPTEF
LNDVLIDFFLKHYMSTFNGKETCHLFNCFFYTKLRENSYDKVKKWAPADLFKKKMLFIPVHESAHWFLIVVFLNDPEDRK
EKFGTIVAFDSIMSRHKSHFAKIREYLCDAWNDIKKLEGDTKQELTSLNTELFSCITASVPKQQNSFDCGVFLIFFYRQV
LSTGHFTDAIVCRSNDQLGNEKRKQLSQVLIDLSQEYEKRKQLSQVLIDLSQE                           
>Contig64478_Abeoforma_whisleri_fr2                                             
NFFGLCYYWF*TFAYLLVSITISSIAK*NPRLLSISFSSSSTS*KKMRLIDLLIH*LGPDPYEKGRLAGNALGKLNKLAH
KGRKPGKYLSAVNQTRLNRSKLIEKNTAKLILADRAKSNRVNEQAATRYESFECSSPSSTRNKDLTRNPSPNSSVSFLNE
KKCRITIPLSSNFNSTENEAIQTTRSKALMKRNARVFDIIDDEDDKDESSSLSLKKTPRPKRSKQSNPVDKKGSVLSSLT
SFKPFAQPSSLSPIELLKRKKLTDRRRDYDSPFPMIPTSDLVPTSDIRMEPKQSFTEFSQHGISVTLNDLERLRPTEFLN
DVLIDFFLKHYMSTFNGKETCHLFNCFFYTKLRENSYDKVKKWAPADLFKKKMLFIPVHESAHWFLIVVFLNDPEDRKEK
FGTIVAFDSIMSRHKSHFAKIREYLCDAWNDIKKLEGDTKQELTSLNTELFSCITASVPKQQNSFDCGVFLIFFYRQVLS
TGHFTDAIVCRSNDQLGNEKRKQLSQVLIDLSQEYEKRKQLSQVLIDLSQE                             
>Contig26937_Abeoforma_whisleri_fr3                                             
HFSSPVFALYLHY*RLEKC*VLKRLDVKRFKMI*LDFIPG*MKVIWLLRWALLLRYSFTTNGIDKKPLLEKNIFIHDINE
INQTPKQLEEDCMFGSIINIRNHHWLYAFAFIKHTDSKYMVQSCYIADSLNSGHATWKTSYQNMTSNIRHTFSNVDVSSL
PPYEIIDCHHQTDGSSCGLFSLKFLEISLQNKSVDDIIQEIRASQLCKKVRTKWRRDIVDLYQIKIACCGPATCSGCVAC
QGIDYVPRLPCPKICGGCGRDFTGDSHKCTRCNLYCHAFCFEYLETSEGSGSKGVCKSCFSSPPSPSPSRSSSSRSSSSP
SPLSSQTSDPSMPLNQSSSDEVIPPLLTYPDPFA*TN*SCGKTVRRTTKISLYRFWSIY*WRETLYNSGSQISNQVCVRF
VFSQRGKLSQV*TRQCRSPKRKRNTY*ITTDRAY*CSFLSRRRVIQLYMQRQYQYVMALYGYVIL*RYH*KKRRLIL*NR
FSP*MEKTRLR*DST*SLTK*ESVCCR*TR*SCLARVRG*R**KQ*R*QCRFRW*W*Q***FC*QW*RR**YWWWW****
KPCRWLRWW***YFIGC*NYLSQ**LSQYH*SNFKCKQKKNRLQPRYEEV*IVSRALFITG*FFFKFMHV*DCY*IS*QK
KNQTDIPTSNTTDTINSRPTDVVVTGRPRQKRILSNVDHLSKPVPNPKRKAVTCSNCDLQGHVISTCPYSIGKKIQKDQL
LKIERHVISLFPDKILDYDTVSGVAVNFIDTIQKFKFRTSKDKENVKILLKGRCSYLRKNYIVISIYPEKIKTGKPTPIE
GYDTFKVLQEDVENYLKFNEQLIGFYYDNSNVCPIGNGLKHPLKPGDAVKVKYDKKYYSGFIEEVTDLRNGNFDYYINFT
DEKTHLLKICSTEEHFILDSLTHYDFDELKGIKLKKG*S*NRSMNTLIKIDRFRP                         
>Contig2132_Abeoforma_whisleri_fr4                                              
DDDDDADDNNDDNNDDNVGNIDNDDNVRNIDNNDNGNNDNNNKEDTRSASDGNEHSGNEEMAEHVEKESTSLDDSTISEI
ENADFLEPKSMTFKSMRSCPKSPKDETTRQLSGTVTFGIGCSKVDIVFANCKFNDEDSLLDPMYYFDGNDLQVRGTHKST
GDSVIYTLKMDLLNEQEREVKACLENSSSEKNYRNKKSKKTAPKASKRTSTRTKANKYPNINSSTPVLKYPPGAPNAVTI
TDGDLCRLEPGEFLNDNLIEFYFRYLWKQLDDNEHSKYHIYSTFFFERLTQAKENNYQNVKTWTRKVDIFSKDILFFPVC
ESSHWFLIVVFHPNQVVHEDIPDPTVKPVVKTIIKKSPG                                         
>Contig33912_Abeoforma_whisleri_fr4                                             
IIKKSPGKSCIVAFNSFGRLSGQRHFRVLRNYLAEEWKHRKTEDVPKNFSASNLPAHSAKVPKQNNTCDCGVFVLEYIER
ILFDPIEEFGTPIQKPDWFLVKDITEKRIEIKQLIEDLKNGKEPLLKWKDEIFLEKLRTQKLEREAIKRKLLEKKQLDYE
YRKALKLKEIKEKDEKRRALQQQKKKLKESNLSSGKSYWNKLQNSQPVGERPKPSASSEDQQEREGEEQEEDSSLTRASD
EQMKKDYEDFNIPIDKRLPKHQPQRPRVIVTVGSVDDGNGHDDDADGATVAENRHDAILVDSDGDDSVPVSSPRHGLSES
LSSLHLDPPILSSSNETLPEKENYKRDKKLAGRWNLQSQIFNDVNDTDSNNASSKRAKLETAHSLLEAYADCSSISDDEQ
DSEKGSDMNILAPKPTPHILDMNSLSKKRPDSTHNFSNKRSKCDDDDGIVIKEREAVSSPPNINRGFNNSNNNSHSNNQL
ILMTCFSSNIQNL*IDKHT                                                             
>Contig63465_Abeoforma_whisleri_fr4                                             
EIESTVCFSSHVSILYS*REIK*CPLNLEII*TMSLTPTVLSYGNSLLRESDVANLSDGRWLNDAIIGFYFEYLKRKYPN
FFYFAPEVAYFFALFEDKDTVKEHLSYLNLDQYDLIFIPVNDNESLTESGGNHWSLLVYLKYQKVFHYFDSMILRNMSTS
LLTQQQRHEERELPKPVKRYCDNLFAVLGCTNLDYGIQIRWDTPQQQNGYDCGVHILCLSAIISKNCDQNVVNSANYNNT
IDEKYASPRGNRFENDDDELIIDKHFLKTINPKVFSGFRAELKNLIIKLSRLEN*YHISFYIQHFGCIRQLVLGISPKKI
KIISSLLFYNKIKAKSHNLF                                                            



>Contig15070_Abeoforma_whisleri_fr6                                             
INNWMEILKGLKPSQPNNDLGVRNQNPMICEAKKYAITNTFWLLDDDSLSNHHRRHRWKIGKESIRDIVQKKTHDYLIVP
YNHGKQHWILIIVFIQSNQINFYDSTQKKIKINYGIISQRLSRIVGWSHWETVVGECSQQPNAYDCGVHLMWNAYIFMNF
GKVSHCMLGSDTTKIRAYLYKELLRLRPNGLSEA*LF*SCVPLVELDTTFFICLLHNWNSLIFVCFHLNP*AAEEGFSQT
FVNY*GDAWGND                                                                    
>Contig20778_Pirum_gemmata_fr1                                                  
NNNNNNNVKKSISRGSKKKFKVNTEESGLLRLANRHIEMSQQEKKVALKVPTGTNKNERRSSISTTSDNFSVVSHSMKFA
NDPIIDKSHTLIFEFDKKLLIILIGKDRDAKQEIIEFHRISMLKYGPTRMELHYKSAQEKNIMKTFFGENSLESHNSILI
KTLARVECERKPRNRGTGNVKENANQVRKAKAIQVDQNKVAAEVLPTKEELAFRNKVRLIYPPTGPNAITLINEDFGRLE
PEQYLNDSLIEFYLYYLKSRLEPPVLDKVHIFSPFFFSYIRSNIKKNYERIKKWTKNIDIFEK                 
>Contig25206_Pirum_gemmata_fr1                                                  
QQQQQQQSLIVVDLTDDYYDEDNSLNNACNPVTVFINSKRILGEKLPGGIEKNQSLKDKKHTREINSSLDVQTVKFIRNY
VTKGSKQEIIAIGEMGQLSRADLLRLHNKTGWLNDQVIDCYLSLLRLRAEKNSNYLSIFTFSSFFYTKLMTPGNTRIHRW
KKDEMYKKDLILIPINHSDVHWSLVVVNCKRHTFTHYDSLFGLKKTFDMKPIK                           
>Contig20777_Pirum_gemmata_fr2                                                  
TTTTIIMLKKV*VEVVKKNLK*ILRNLGCLDWLIVILKCLNRKRK*L*KFLQELIKMKGVAAFQLLLIIFL*FPIP*NSL
MTQ**ISHTLSFLSLIKSY**F*LVRIEMQNKKSLSFTELVC*NMALQEWNYIINRLKRKI**KLFLAKIL*KAIIVY*L
KL*HE*NVSGSRVFELDKIIEKYDMIMKIFLKTKTWVRISGFRVRIRNRGTGNVKENANQVRKAKAIQVDQNKVAAEVLP
TKEELAFRNKVRLIYPPTGPNAITLINEDFGRLEPEQYLNDSLIEFYLYYLKSRLEPPVLDKVHIFSPFFFSYIRSNIKK
NYERIKKWTKNIDIFEK                                                               
>Contig75085_Pirum_gemmata_fr2                                                  
GLTNEKTTTITTLSASTSTTRSSIESNKTLTPGKTTITKTTTKTSEEGKLSTTTTPIRRSSLYCIETITKGRERQNQITE
SAALKQEDLCNQFEKFKLEQEKELDKIQVEQKDSFKPLTSQEIDMVHSVYRKPNSGDVLIDAFNLEITATDIKKFAGLNW
LNDEVINFYAALLNERSKTNPNMPQIHMFNTFFYPKLGEGYARVRRWTKKINIFEKDFIIIPVHMSNHWCLGVIAFNKKQ
VTYYDSLGGSNERALNLMLQYLEEESKDKLKTNYDLTSWKKHRPVDIPMQDNGSDCGVFMCIYAEYISRGADFDFDQTHM
PYFRERMALEILTKTLKLST*KIH*KQCIPF*SPKFKQ**HQYQYQYHQLYNNSNSNN                      
>Contig2925_Pirum_gemmata_fr3                                                   
NNKQQTKYQNSKIKREEVHEINITDDEELDPKNPCIVVFDSMSSGPHKYKKHCDLIRKYLTAEWNHRKKEETGKEMEFNE
QSLPFLVAKVEQQQNHYDCGLYVLRFAKTLIVDGAPKKASEKGRKQWFKDNLDNTSRADISNLLNHHKMLHAIEEKEREQ
KQKEKRIKVDKTD*YMDIDDLYIDVSIGIVIVMVMVSVIVIVIV                                    
>Contig20781_Pirum_gemmata_fr3                                                  
LLLLLVLLLQITIMTIHIVVFLLY*ANQVRKAKAIQVDQNKVAAEVLPTKEELAFRNKVRLIYPPTGPNAITLINEDFGR
LEPEQYLNDSLIEFYLYYLKSRLEPPVLDKVHIFSPFFFSYIRSNIKKNYERIKKWTKNIDIFEK               
>Contig20782_Pirum_gemmata_fr3                                                  
LG*EVGKELGLDFGRLEPEQYLNDSLIEFYLYYLKSRLEPPVLDKVHIFSPFFFSYIRSNIKKNYERIKKWTKNIDIFEK
>Contig69850_Pirum_gemmata_fr4                                                  
IFEKDMLFFPINDKLHWILIVVFFPNREVNTSLKGKAKMLPPNPCM                                  
>Contig41327_Pirum_gemmata_fr5                                                  
MKPIKDFITKDWEMKTNQKIKWKIRKNKKCAQQENNYDCGVFTCQFADCLSRGLHQFDFQQKDIKKLRLRMLIDLMTGGD
YYN*GF*VSNFSFLHRPKFAHDRKSESNYLTSLSIKYFKLPMIKKANQII**SR                          
>Contig74099_Pirum_gemmata_fr5                                                  
KYSKKQSYNEIQKWTKNHDIFNNDLLFFVINERAHWFLIVVFYPKNGKTVRPKQIDLGSIIKNKNRRQKTKQKNKNKNK 
>Contig21027_Pirum_gemmata_fr6                                                  
PCMICYNSLGKGGHNPMFSALKRYLKIEWASRKGSEKTFDHIAARYAECPLQKNEWDCGLFVLECVERCLKESLETELPA
FKKEWFTQDDMVIKRQSLKKLVEELAEEQTEMHAEIEAACREEDEFDAENVVYSPTNPDVMVLD*TNKSSNYDKMNLT*L
WYYMS**LIYQLSL*KKSRCIKYNIKKERPIYVRKIETAPEES*INDAETVVYSPINVKVMVLD*AHKFSNYDINEFNII
VILYELTIN                                                                       
>Contig50082_Pirum_gemmata_fr6                                                  
HWLLLVYQRASNRFEVYDSGCSHGSKIPSFVLNYCKKISNSISEKVDNIKCVEIQCNKQNNCFDCGLFVLAFTSAIACTY
CKNNDRNNNDNDN                                                                   
>Apar_comp70920_c0_seq1_fr4                                                     
*SIVFKLDFEASISLSFPFLKHFKSEEESSFTIY*VSVRIALEVFVRYSGKHRGKS*VRRT*EIRH*EEQSMVVCKQINT
SCHSHIFLLIVSSPSPSFIYPFYSNI*VFTWISCRPVWLLGGVWSGNANMTSNRSLVGYSGSDSEDESSPRDHRARSKED
TGPDRHPIERRSAPPKIVSQNDRPKTSKLVPQTPLEKGRQHAAAFKSSFQATVAHSGARQSIGVKNVAAANQKTAAKKEQ
PNLSTLFDQAKPPPRPALLKSPPRYEPVVREGPPNPPIFAKTSGRHEKNEKNEKNEKNERNEKEYVGSEKRPAENQGGGM
NSVRRKVEETEGGKERGGAINSENGRVPSPDMLPQATYKNDTPAGMRKKDGSVPTPQPTPKPTSKPTTTTTAEMTGTHID
RTYIGLVECTHVQSIQLTTSTIHVNARRGAKAVSFCMSFKQNIRWWKFHLDSSPLVLELSASQIIPEDSNDGDIRDFLKK
EGYDPASSDRHTSSIVVVFKMKPPALHTFLQAIKEEPFCAKVDKYGWRDAYELCEARKKKCSPEPVGLFASSNQTRTHLQ
APTKPHGPTPRSVSLSRPRTRVFGPQPKPETIHLSDSDDQEDDDNVKIRERISVPQLDGLRHDDRVLVYPRGAIDAVPLV
KADLERLQPDEFLNDSLLEFYLKYIWHEHMSSEQRDRYYIYSTFFFNRLADNARLERQNAKNVAPWTPHPGFGKVQRWTA
KVNIFEKEVLFVPINEKAHWYLAAIFFPGEAQPVQPPSTAATNQSSQLLPTRSCIVIFDSLDIKGKQHVQRHLRWYLESE
WASRHPDRPMRRYTVENMKAAHAKVPGQNNSCDCGLFVLQYVESFMKDPISMPLAGVPKVDRPKWFPLSTIEAKRQAI  



>Apar_comp5245_c0_seq1_fr5                                                      
YFFYCFINVSTFFYCFVYTCDPVHTYSTVAKPCSYPSY*PR*LNICVLSLSPQLTMGIALDYHDSLLYDDDVRLLEDGLW
LNDKIISFFYEYLEYDVFPDNSDLLFVSPITSHLIAHSGAAEAAFVVESLDFGSRQLIFVAVNNNENAGAAGGSHWSLLV
YVRAKNRLLLFDSMGGYNDRAAKRMAKQLAALVGASSPPTVEARPSPQQHNGYDCGMYVLVMTTCLASSYVEGKSLEGAC
DDISPGDVTAKRREIKDLIKTLNAKQ*GCIWEELTIDHLHVWAE*FGLDSCDDQKMTSRWASGLLRASNAYVHHLSAPFD
MEICRNVGVG*SKLGLVFIESTNEIRKDTPLALPASTPRMHACMHAWCLVKFTLVYVVKSAPQLLHM*KNWGNLKACASG
V                                                                               
>Apar_comp22262_c2_seq1_fr5                                                     
EEEKKEEEKGEPKKASDVETTVNGEAIIEEPQKESTEVAPTVPVGEVLHLTDDESTTEAQVPTADTAHTQEECILSYPPD
GVDSVTLFPSDLERLEEGEYLNDSIVEFYLKYLWRERTSGEQREKLHMFSTFFYNQLIGHSGSSARGAAARERVQRWVKN
VDIFSKEALFIPICKDSHWLLAVILHPAHLPEPQPNPLPRTKTFSKRATQQTRCRIIIYDSMVEEDSEQPGVFRRLRRFL
TQEWKRKRPTEPPR                                                                  
>Apar_comp20209_c2_seq1_fr6                                                     
TGADLCRLVDGTWLNDEVINFYTSLIARRAEQSDRDPSVFFFNSFFFSQLVKGGYGKVARWTKKVDLFGYHMIMVPINKR
SHWLLVVVGVREGLVLEMDSLYQGISDAKIIRNFLRAEAKAKGKQEPSFKCLKVSNIPKQKNGTDCGVFLCMYADTIARA
EDPNFTQNDIPLLRRRMVCEIVDGKLMV*TLNLMLNMLRFRIKLNVSICVNADVTRNEAYMGECRCNLY*CVCMVECIMS
IWIVLILVIGYTIGSLSIVNANVPCIDVSV*LYAWC*YQFFDFCKWLHDPTNGSYY*RIVTALSKSREGLV*IHR****Q
HRNYQVDSEVVAQPF*TVQIN*LHTHHFCGVR                                                
>Apar_comp20407_c0_seq1_fr6                                                     
GGEGDGYHGGEGEDGGEEVYVDEQLIGGRDGGVEGLSVEKGVVGAGGVVDQRRGRMDYGVSITHKLELKRRQEAHAQEFQ
RQLKAEHDGKDFRRCLGPTTVQSRHGRPISAQSVPLVHPPHQWPTRTDAPKWVPSVMVKTDSAQRQTLPKVQQRQQAAAA
QTAVAVGKDRREEVDEALGLEHIPSLDEHKQRGEGVDPVARRQAEERMRMQHLREVLEEVAREEKKRREAQRAPKPLTDQ
QRQMVHDIWTRGHPDQTMVSDYNLDITRAHLRLLKGLEWLNDEVINFYLEMINRRSQADASLPKVHCFNTFFLPKLEEGY
DKVKRWTRRIDIFSKDLVIVPVHRPMHWCLAVIDMNNKTIEYFDSLGGCYQPALDRLLRYLQQESMDKKKSEFDTSGWVL
TTRKDIPRQNNSSDCGMFMCKFAEHASRRAPFIFSQQHMPLFRERFVYEIVSKSLIVD*KNGNIHVENPFFLVSENLATI
HLLWGK*QYTGIVIVFEYWVERYHLFFFSPWCACFR*SHENVLQKW*CLEICVCRV*PVFLS*IGHWGKEEEEGG     
>Apar_comp22262_c3_seq1_fr6                                                     
NVQCIFAKVPTQDNDVDCGLFLLQYVEELLLDPVSNLDNFERPTWFSVANVINTKRAQVRSLIHSLAARYNPSIGPVRPL
TGPPAKANASPPPSPRPRAISAGKFPISKTPAAGARGTPQSTPLPVPK                                
>Contig5671_Corallo_2_fr1                                                       
CHVS*KTQMLERSHSSDEDHLYCLG*MCAAVKHRSRHSRRKRRLKKKHRRSAKSLVEASHNSVHSPSILEQLGKFDNVVK
VASGAHRKKSKSRTRKDNKRKHRQTPNSIANGLHNTLTHSSTPPPSCSQASPPPLRRQKLNRYGDSAANSYLANPEEAYS
PSSNIAGRATVVSPFTQTVLKFLQQIGKKTKLLPQASQELRQEKITLEEPTVNDLLSVERDQRRRKRRHKDKERIQRERK
RLDFDDSDQEDDYRDSGNRLAPLHSRRASPIDLETHFGQPQSVLDVFNKETPGKARETQTSRPTKSRSQRRRERRKTKRR
RHDSETVRTMTDGDTIVILSSDEDDTAEHGQQDQRNAKSKGKGNDNGRSPYLLRNRPSLSSPDTTFSGGATKHDLESLAP
AQWLNDGVINAYLRLLERYVYNVESHGSKQGMELTIRPRGKVRCFSTFFWPSLQKEGAEATVRSGRWTRRCPDLLQRRYW
HFPIHSGAHWTFVTWNAREGKLIFMDSMGGSGNRVLRLLEEYINLEISNQVLKTPYTEKTKGTDDAANSISADALAAQME
RSMNLETDEVPSAVRAKGTVRAIPRQRNGYDCGVFVCQYAVYMSLKMGRPPDRCFQQDDIAELRKVMIKDLEEDTFDNTV
SWYQQKLSKR*SWRVACEQRNFTVLSFCGYFKDQLQTIQLPAVSLGLS*DAFAYDLQAHSLHSTPVKQPMMGIASAGD**
AKEHPWQGRTSR                                                                    
>Contig574_Corallo_2_fr4                                                        
LCRGHSSKGTKSRPHH*FVRHRYVSAN*ECVLRQYQ*YITGKMADDELLPIGSSGGPVHPDDLRSGGSLAIRKQRSASPY
SDRSLSHDAASSIHEGYEVDDRPVLNGDIFDTPVRRPGSPSPARGKLRESLHSIVSKATRDDSLEELATDYIDDFPNNYD
DEEQEIDVQEPQKRDLTAAELVEMRRAKHPKLDTSENAVHDVVTHATQTEGSMAIPGLRGLKDSAAQGTSSDLPQFMLDG
PTPRSAGVSSPEKVLSPVAQTSSRKKSKTALRYLPRGAPMNHMRSRMKAHLVKRSKKVFTSARNVISPLQRVYMRFAPER
IRHHKQRMAQDKANLEQSADPRQQAYAQRMGSAMKYRSEREKDSHTEETAAGANSQMPHVYSPYDSKSRSRVVPGATLHS
PGRLYDSPFARMERGLAKMKGIEARHESPIRAYRNQIAEFRKELMEQAETLVTPDDDPRALLRFIDEDAGALEFVEDLLD
PTVGNESDELRRNVQRRDVRKLNDGIWLNDTIINEFCALISKRETAVKTYAWNSFFYTSASSDLSKVRRWAKKRQLNVFD
LDSMLVPINVGNNHWAIAVCNFKNQRFEYYDSLYNPSQAETATEYFDIIRGYLAQEWKFRNPDEEMPFDPDDFEEYIPSE
VPQQHNGCDCGVFMLCFADFVAQGIQSFTFDQSHMPSVRKRLVWEVAKGELYQPKD*MYIPAGNNELRTSKSSRNGVISR
EVAAAFSPQSIHALFFNVDVYCFD*CFFLCFLYDYLPPTASALDPATALTLALPFAPTSRSYRASKFVL*VFITSWGSMP
RESSTFMPQTAVPL*V*METPIARELIRGGKNMSCFNSRPSIWAVF*GPGTLVKFEVVLRTMSA*TQSRTACGSIRARPR
AMAYERGISAVLLI*SKTALQA                                                          
>Contig3136_Corallo_2_fr4                                                       
QKICSR*RKLYRPPEIISTLLVVLTHRLPHERP**HRQCKPAYQQ*RPIHGLFM*QTMPQVSSPGGSPSKRSDPYEFTGT
DPNQSPLTNRYRSRKSKEKSRWKPKSDDARIGRAGPGRKYMKDVVSSSQRRARGSNSFGSLSIQSRPLVLDRDTESSNSM
NNRHLGSKSKTTPAVRLRHDKRHISEASRKRSTQQKTMLELISAKSPISGFSKVSERSGTDSKDHPSSGAQVCSPKPSLS
TGPTSGDIKQKHSLHQKSNAQQTNLSRNLSRSSLRHAGTPSRSARPLNSQPMQKTLKSINIGTHSIPIRSATMRFEYRMT
RGAEEPSHIVVDHQQTDGTWAYVKINGKSIHQIHTCETAYVQPLILAIACSDGQYKTRGAANEYTPLTNSKRFKMDYVGT
SSNGVLEEGSEWEDCRKWILLQFKAWPTSYSHDDVAKYYNKLKSLLRKVASRNEGGRFQTIKSSVEAKSIMDHFESAPVA
LDISMDEDDIAVIEERASKNSSVINSNDDSNAAILLFVYKAPGMKGGIPIHNTDLQKLRPGEYLNDLLIEFYFSYLKHQR
LTEHEWRASLFLNTFFINALMGETSGFGKRSHEDGYEKGRKWLSKINLFQKQFVFVPINRDQHWFMVVICFVDRVPELMR



RKRQEVLERQRREEERQKVKERLRNTGQTTMVIDSDEEEDAEPQIDDNQMMIDVENENQILQRTMEDQTGDIENFTCIDG
TDACSICQIQESQPRSNPVILIFDSMQGSNISYRTITRALRTFVCRYANEQMGWEGQDYVKLVEEDFPVLDLRVPQQDNV
CDCGVYLLEYSEMFFRKPILQWNHNPINIPNWFAISNVSEKRNDIKVLLSQMKRDPELMLQRRRLRRRPSVAVDPQSDVS
ESHIPAPPDGFSTSAPPSRNTCNEQRPESSVASSEAESETPATKRKPEGSMSPSKKRSAHTKHNSNGSQHHEEAKDKDKP
DSEGTVKAVKDLIPNERMTRGMRKRGESMFSLH*RSKCKY*V*V*HIHFLVLVVSCTCCDNETVNRLNPSGLQVVQLILP
PFSVAAVKGCLLAPTTMSCPFQVASRLSLVLRSGCTDSQTFFLGFSSSSGVPWLASPVTSTRSPILASEGTCRTSILDLS
SLLAQRTMP*DLMPRMATGLRLATTQTMRSSRCSLGMYFTRPLIMVRGPVSSPRSIFST*RESASGCRSISTILPILKWI
RVTGGRSLSPPLPVPDFLPSFAFFSPSLPFLRASRSCSRLDPAFGSTPACSFNFSSTATSALMVAGSALAALSSRILVPC
ASISRASSSGTPEVAEGAAVGLEVGFAADLRAAAAAGLGAAAGAAGAAAAIASVENVRADCCRALTRRHGIFILRPRRRP
*GVARSRPSHQRATCRLRLASFGSFMRIGATTGISK*SASDAVAVRPMNVALVSKMFISSMTAIAPLCPSFCRMGNQDFS
KVSRVSSRRGVPKLPPKRSLYWE*VI*ASASAILTSSRATAAIPDAPVSLLLYTKRGVGSFVSVSRTTSTALPVSSSEGR
IAVAAASKGCK*LICCGGALSLALISFPTNVKGPRCRVTVDICPKFVPYFPLSRETRD*AGRERMC*CYGF*PNGTVVET
PA*P                                                                            
>Contig4151_Corallo_2_fr6                                                       
DLFLMTLK**RCSPAIRQKNWNDRYIAQSTMEAT*GKTVYVGCMPTTAAPESVDSGGVDKILRKMAPKKLLGYHADQEPY
ITLWSAFREILSSYDPFVAPSELSQHSTVYQKQFTDLSRSREQPVNYSVQIGRIYRWSGEALVHALTYKLLCDKRIRCHI
DDNHFGSVLDEVLTKFLSKSSKDQLSIENVGSMDSAIQLLNQRRDSLSTHVFEHFGNAQLVDRESCPLSIQRFRVAFGYN
GDDDREYSVRLLQDFLNIEGWYILQVKETKDDELSNIFAVQHTSLFGDDQRDPTAQWALVTLSGYVPPSNVSTIKILSVT
VRRYLEIERIIAQIQSMTGGTFTNCYRFSETNENGTVLANQVPGSATGIESKPETSRRTGVEGHRTSCQKGSVPQSETSS
LGGSTSRKIEDQDAAEQKRRKTMREETGERQVSEHGLSLLTGGERLNDDVINAYRDLLMDHLAETGGGDVYIANSFLMSK
VVEGVESNSHSWKAWKGYRQITDPRVRKTLLPNHSHTHWSLILADKSLRTYFLVDSMGQQNLTASRNAAVKAMFPDYDVG
SYPGVPRQANSIDCGVFVLWFMRQIIKAGPLTPMPSVRDLRSHFAAELRANRIIEVV*L*CVMYGYEIEKDLCITAVQDR
SHWPINASDTLHPPVQDKWPIAVAPSLSCSASRAYPAAPRDQPIWPAMILHPPHSSVGTLDQPAHQEISYASDRSQVRVN
APREGHL*GGPRCQLLPWFHDMQLLQTSLRDQPFHQVTTIHDFVFPPRLHIFCWWGV*RPQGRTSLSGLSGSWSLCIRSF
TGNLSIGQDLFTWSEEKNLAVSKLLIRLPSFLEIFQLMHQDIFNASLVLAVSYYIFLRP*SHCHY*RIVF*ILDTQTKFY
HPAL*AYT                                                                        
>Spom_NP_596375_2                                                               
MSSSPTVLELFDVCFKQEDVDSLKKPNWFTDVSIDYVDELIEHLWFPSYPNQANEILLLRPSLVFLLAEAAISPEELKVA
LPKKLMNCKYLFMPINDLDKHAAGSGGSHWSLMVASIPDGQCYYYDSLSNGKTKDCRSALARVSDLFKKKFTIECMPVQQ
QRNGYDCGAHVCAFTLELVRRLLHSPMPTSSMWNLSTFQPDVTAIREQLSRCLDHIINSLGTRVSGDFDEDFPTGTVFFD
LESHLPLLDVALPVLPKSSDSSETSHESSNSNLKKSSESGSTNHHNNHESDKDLHHEGHHHHHHHHHHHHSHDDDPSSPA
EKKQNHVPSPSEKIQDHVPSPSEKKQDRVPSPSNNKEDHLPLLSDEKLDKSAIDKIEPTPLPSVHMNSHIAKGELPKFHN
STDNPFLTPPEELVSGDFPF                                                            
>Spom_NP_593475_1                                                               
MPWMINQGHSLVFFPRLENKGLTLPRLLIHIPILIFLQSRGTSPNDAIPIKSPLERLANSVTSPEKPTVRTAIQKDSPRR
KQIDDDQTPPKHLKRSFQNVTVVSPRKKKTIDVVELPFTKGGYGGFYDPRPGCLKFTTHEINVSYTDTSIPVIHIPVQLL
KRCCWLQGWRDNLVESPVHAIHLTLKNRDMKRITIGDSASLLFLYNPLHVESARAGLDLLDQSDFSLTSPSSAKEFKQLL
TLKQSTIIPRTPQKTVRSIVKQTSSPHSSKMPKHSLPSSPTPFNSNSGDSLLSRIKNSNQSSSERPTANNGAQEQNQSSS
SAGNTSNDFSTLCSQGSDKTLLSDASCTTILVYPFSGTNSIAITNTDLTRLNEGEFLNDTIVDFYLRYLYCKLQTQNPSL
ANDTHIFNTFFYNRLTSKDKDGKRLGHRGVRKWTQKVDLFHKKYIIVPINETFHWYLAIICNIDRLMPVDTKLEEQDEIV
MSSVEQPSASKTRQAELTSNSPAILIFDSLANLHKGALNYLREYLLEEAFERKNVHLKSTDIRGFHAKVPQQSNFSDCGI
YALHFVELFLETPEQVIANTLDKSLRRTDAKNFDQQWNLQKINTMRCDLKGLIRRLSTEWSSNNERQSLSSGSNDEEDKE
NDDDLAILPITN                                                                    
>Spom_NP_595975_1                                                               
MIGKRNASKRTRQDDCITYEEYQRKRKKTFLNTFVNICSRTVTYAKLFLTKTPISELDRIAGEAIPSNSNSTNSKLEPST
KAPESRFSHINSKTERGYVTVESDMSSHNTLDRNSKPTVSHSYTNSSKDEKFLDPIALQNLFSPASDTHSQNIHDEALSP
SSFRVSRSRYFPRPHRSSKNLSVSNRLQLAVFKETTSSTLSHGNSVEADEINSFNPTPFSSSPLHFTNSSPNPNSDIVTP
DKQLDVVSEHARYKHLPFTATLRKKSPHDSTSRKASFRFVQSDQQPARNIVTSDIQNEKSLLLLIRDLKEKQTESFQDWN
EVDFLQLKGLEISPPPTRPKFIPELEFPDNARKRALKYLNQSNSVSSSEPIITKFNIPITLKDLHTLRNRQWLNDEVINF
YMNLISERSKIDSSLPRVHGFNTFFYTSLQRRGYAGVRRWAKKARVNIADMDAVFIPVHLDVHWCMAVINKSKKRFEYWD
SLAGSPGKVFDLLRDYYIAETKGAVDVSDWENFMDDNSPRQRNGHDCGVFACKTAECVSRNVPVQFSQNDMPELRIKMAA
SIIDAQIY                                                                        
>Spom_NP_595608_1                                                               
MRSNSIFTKEIDSEAVKKSSNLRPPSTGSSNSNGSDTASPKKKKKGFFRSLFGSSSSGSKSCGSPFTRIWLEYFEVSLRK
NDVDHFRPGYWILDTNIDFFYEIMLRQVLLKRPKEESQQIYLLRPAMVFFLAQAPNPLEIESALPPAMFDASFIFLPIND
TNECGIESGSHWSLLVVSVEKGLGWYYDSMSNGNTNDCNLAIKNLGILLKKEFRVRHMKTPQQINDCDCGLHVCENTRIL
MYRLLQKPYVPKVDMNLDHSVVDSVRLRKALMEVITSLLAAYGSKVPKPSETHTDPEKDKKIFSKICKTEELLELPTLSA
VTSDSAQPHSLPASMPSSQPQSRSESLPLTHPNSEPNPKLDSQPNSSPVRRPSLIKVKTASTSVLPTSILQRPPSIVPRP
ETAAIQHTQQSIEIH                                                                 
>Tmel_XP_002841705                                                              
MPFRDAIREMSGFHRDEVTTSNPPTTSSAPTSSSSPPPPRSSGGGRGMMDRMADAGGNLRLRRNEMKLRPEDPYLSYYDV
CVTKEDIDCLKGDWLTDNNISFWEEYLEHEELKSPNNKVMLLRPSMVFLLKNTKDPLTLESALPDVKKASHIFLPINDCR



NPSIPEGGTHWSLLVVGVSDRVAFHYDSLSPANCGEAREVCKKLGVLLGFSLQFFDLEDTPQQDNGSDCGVHVCWAMKHL
LVKRLLAVEREKAVQMTLRGKRVDASGYRKEMFKICEGLRKKASRSTSPRTSKHDGKDSPPRIGDDQT            
>Tmel_XP_002841606                                                              
MESTVTASDNLTTTSESSIGPATPVAISSQTTSPSSSTSSQKRKREEGDGEDGRSRSSTTTPPRSRAASAVFSARNMWGF
GYISSIWKTIVDWSFVRRPEETIESVRAAETAGAAQTVETAEPDYTLDGRSKSKRPKLTEAENSFRSCLANDEIASIPNA
VHSRASGKEYGRSQSAAVRDGLKIKAPVPDTSESTVTTQQLPSPQASASGDEHFPNPPRALAPKAFLDSGKVRVNCPLAK
GEEPFFAVPISKPLPVRSILRGALYRRDQKFSTRLAQAGFPSPGASLTPRFPGHMANNKLGWSHKVSWKSHLSPGAQSVL
QTPLIDKRLSSDELRRSTRLASIGRPVSSGRVQKLKSKDEKERKKQEALRRSQMRAHIESEPLDVLLEQLRARGEHGFLN
LKEVERKRKEREIEIQRLRAEDARNKIKKEVIPPLDPARKEKVEKTFAEVSRSGLNKTYITKWNIPITNRDFERLKPNQW
LNDEIINFYMNLICERTNSSFPNGPKKIFAHNTYFWPKLKDGGHKAVARWARRAKCGGEDLLKLDYLLMPVHVGGNHWCL
AVVNFKQKRFEYYDSLGGKFTPESRPGPYKMMREYMRDETGGKFNDTDWVDYAMPGAPQQRNMNDCGVFALKSAEVLTRS
GRLDFTAGDIPLVRSRMLVEILEGQLLPPGNP                                                
>Tmel_XP_002837013                                                              
MQNNAPMSPASAKTIDLESSSTTLADDRDDKEGGQDTLVHLSDSEETAAQNLQASAQASFKGDDSRDIGIVEGSLEQMSL
DEDEWPKEDLDEPLDPRQAIAEDPAVELVASKTAKGKARVERPNRGSVPADTPAIIILDSMGYGLSSRPATIKNLKDYLA
AEALSKRNLEITRGDINATYAKAPNQNNYYDCGPYLLHYVERFFEQPKEFVTAFLAREDVKLDKELWRKDEIKGMRSKIF
DVIVGLREQFEEFELAKATGEVKGNGMKRDDNEVEAMTRAKFKETEVSVREEEDTAVEIQDGDCIMEGGAIPDGPTNISN
LSSPRSVMNASRSPVSRSQKKRDEGSSRAGEALGIRSKPGVSGVA                                   
>Ncra_667NCU00734                                                               
MPSFRRKITKHFGDSLTPSKPYLSYHDILLTSDDIVSLKYDWLTDNNIAFWEEWLEREVLPKYPRAHIVLLRPSITFLLM
QAIDLKSIGSALPDFKKTTHIFLPVNDSRDRERADGGSHWSLLVVSVIDRVAFHYDSLGGANFYEAQKCTDRLGRVLGMP
LRFHQMEDSPQQGNNSDCGVYVCIVMRHLLIKRLLNANSNEKVSMSMANKVIDSAGGRKEMMQIIESLRKEGERRRSLSP
MSTSSKSGSSKTPPRIE                                                               
>Ncra_1241NCU01366                                                              
MANIFNRVKSLVNPWKAIDTLDSPSQATGPPLKKQKTGSEDGRSVTAANEYSKSHFALFPESIEDAGSDHAARTDRTGSH
GSLTGVIEFQNVQGLGLRDGKPRSDRRRRSRAGSQSPRSAQRYGRSIEPGRDDIDNSDRDELAEKSPYVSSGHILRRVNS
ATNIVDAADAAILGSPRKRSIELLRPVKRPLHHVDGEEDELALESPTNPRALRRAASSSTTKGSTQATKRNNSHDPVPKE
QFLQRLYSALCLPNHRYIQKGPQGWCFLGEFTNDAKQSQLCACSGEGDLLPELDWLKITKSVNTIHHNAESSYVKIRQSK
IGNVGGQMVLQFFNTKEAQDATLQKTYENLMTELKKATSGSPSPLANSRVTRTTSALDVEGSRNMAFEPAGLIAQATAGS
PTASTRRRPRLVDTLLSSQQALSNQYEHRSFEVEAPVQRSSRRRNDDTVMVDAPPISSAPVSRWTEDHSEWSKNWRMPLV
YHRTSVDKDDIPRLDEGQCLNDNLLGFGLRYLFEEYPGRHDELKKRVYVHNTFFYEKLKPAKSKDINYDGVKGWTSKVDL
LSYDYIIVPVNEYYHWWVAIICNPGKLDPNHPRRSTNSSTSGTETSDSNSTESKSNGNIEKSDDVEMIDIDCEQARDQGQ
EIKAQEACGSVDRIETDSNEADSAGQDVVDLVADDTDHDLRERLKGITKLPKKDPSEETKILTLDSMGNSHYPAVQALKK
YLMAEFEDKKQTKIKDLPKQIGIKATNIPEQNNFSDCGVYLLGYIQEFVKDPDRFAHCLMQREKPGWEFNPSELREYWRN
TIFEKQKEHQAKHDEEKKRKKEEAARRKAASSTPSDAVMSATESQTSGRTGLSHDPATDNVSSAPQFVRPPVVSRNTNPN
IPAPAPKPTTALRSPLSYGASSATGTVTNTAAVAAERGGGSKRNMPDPLEPIPRPPTRPQQAADNVVVDLERDESEPKDK
VSHLSPDSPLPGEIRRSKNKDYEHSPKQHASSRTPRQSPEVKFIPKLPDSSPASDRRTSGIAQEISPQTFYSNAPQRPES
PKLLSLKSQSPRPQSPLVERKRRSSPARKAKASPPARKTAPSPELVAQPLESIEIFDPPTPEAQRPSTTSSKVKAEQKDN
NHVNHGNKTTYKKSDKHTRQKSRIPRRVVDDTDRSGIGSGKSRRVEQQQQHHQRQPRPSKPKETAETKSEEIPDSPPPAM
VVSDIPAVQSAEMTPIDLTDEN                                                          
>Ncra_4762NCU05389                                                              
MVRIRFSRRSRGCTSFNTFHNIATPVSPPLPVETPLFDARREQEGVRFAHELYIAIRNQHFMRDCHCPVPTIYTSKEAAL
AATGHIRFYIADENPSKLSVLQQPADPHWHCVCRDSDNYWPVYQELLSRQHEPRLNDNGKRVAEVGELELISENVEHKAV
ERVLPAAVDDSVSSSPVVIKDRREKMSRDADQVSHPQTPEQEPAPSSETPMESSWMNPFALATRALITMATPFTAVRNFI
SGFFPGETHYDIVDTRKVDDANGTVSVKRLKRHCTPSTDAYSNELPGFSWADDAISYVGRDALDHIGNVFHHRIDLISRS
LVTYSHSLEDIRRNFDPNKGEDLQLNIAMHKLMTDTPSIGPVLPTDSTKKREWRYKEARKLYLDGACTAYELMQDIYIQH
NLDAYRVLFPKPPRTIAYGEDTKPEKNTRSLHEKARVAAEFISWVLRNHMHGMEGFEEALSKVFVDANAIHKREIIPSYI
KPTENESSSIPGTFPTGPDAAFEDVPIDDLSFAYRWEFKYPSSDEEDTERASINAKEFRPVLEPKSILKKPKKWPTPESP
TKYVATPNRKKRLDFVAPVASYAPPKEVPVQVMSLKDAINVQWHHPTESYVHDRENSANRNAEPTTRDLHRFAKVDKSRS
FTVSDMTRWTEKEVERDDAEMGLRVHETKYGPFLSEIRQEMLENFQASGAQEHPKPELGIEDRKQILQRMRRERNEKTAQ
GARGEKKSILDRFFRKAEQEDIGATEGAVSGPSRIESNPSVEQASATSQVQQSAADDDLAIATKKLEDLEVSRQLAHEWE
NGIRRDIEERHREAERLHKEAERKRREEQRRQEQESRRRREEEDQASRTGLRVPKRPLIGSLSNDWEKKVSNVLYANSSA
ELAKMLDGQPLTKRDFVEKLLEPQAWLNDNVIIGSISHIANAVNKSAGAKDSDPKCAAFTSYFWPRLVDAGPSQCGRLMR
RAGVRKNNFFDIDTILIPICDGAHWTLAVVRPGKRTVAHLDSMRAGAGDKEIKEKLLEWVRVTLEDKWVASEWSAIDYEA
PRQTNGYDCGVFTITNALCIALGLNPKKSYTAGQLTLQRRRLAAVLLNGGFTDDFSLDGF                    
>Scer_SCRT_02470                                                                
MSVEVDKHRNTLQYHKKNPYSPLFSPISTYRCYPRVLNNPSESRRSASFSGIYKKRTNTSRFNYLNDRRVLSMEESMKDG
SDRASKAGFIGGIRETLWNSGKYLWRTFVKNEPRNFDGSEVEASGNSDVESRSSGSRSSDVPYGLRENYSSDTRKHKFDT
STWALPNKRRRIESEGVGTPSTSPISFLASQKSNCDSDNSITFSRDPFGWNKWKTSAIGSNSENNTSDQKNSYDRRQYGT
AFIRKKKVAKQNINNTKLVSRAQSEEVTYLRQIFNGEYKVPKILKEERERQLKLMDMDKEKDTGLKKSIIDLTEKIKTIL
IENNKNRLQTRNENDDDLVFVKEKKISSLERKHKDYLNQKLKFDRSILEFEKDFKRYNEILNERKKIQEDLKKKKEQLAK
KKLVPELNEKDDDQVQKALASRENTQLMNRDNIEITVRDFKTLAPRRWLNDTIIEFFMKYIEKSTPNTVAFNSFFYTNLS



ERGYQGVRRWMKRKKTQIDKLDKIFTPINLNQSHWALGIIDLKKKTIGYVDSLSNGPNAMSFAILTDLQKYVMEESKHTI
GEDFDLIHLDCPQQPNGYDCGIYVCMNTLYGSADAPLDFDYKDAIRMRRFIAHLILTDALK*                  
>Scer_SCRT_05209                                                                
MSARKRKFNSLKPLDTLNSSRASSPRSSASLPPKRYNTFRKDPKIVDHLNNASTKDFLPVLSMNSESKRQIELSDNDVDN
NDEGEGVNSGCSDQDFEPLQSSPLKRHSSLKSTSNGLLFQMSNNLGNGSPEPAVASTSPNGSIISTKLNLNGQFSCVDSK
TLRIYRHKAPCIMTFVSDHNHPKFSLYFQQSVIYNSQVNLLDDVELIILDKKNSFMAIILKDLKKVKMILDVNNSSININ
TNILIWSTASSASNKKIKSIKRFLLMSYSSSIKVEILDHKEQILERLKHLIHPISSSSPSLNMERAINSTKNAFDSLRLK
KTKLSTNDDESPQIHTHFLSNKPHGLQSLTKRTRIASLGKKEHSISVPKSNISPSDFYNTNGTETLQSHAVSQLRRSNRF
KDVSDPANSNSNSEFDDATTEFETPELFKPSLCYKFNDGSSYTITNQDFKCLFNKDWVNDSILDFFTKFYIESSIEKSII
KREQVHLMSSFFYTKLISNPADYYSNVKKWVNNTDLFSKKYVVIPINISYHWFSCIITNLDAILDFHQNKDKNDAINSDE
ISINNPLVNILTFDSLRQTHSREIDPIKEFLISYALDKYSIQLDKTQIKMKTCPVPQQPNMSDCGVHVILNIRKFFENPV
ETIDVWKNSKIKSKHFTAKMINKYFDKNERNSARKNLRHTLKLLQLNYISYLKKENLYEEVMQMEEKKSTNINNNENYDD
DDEEIQIIENIDQSSKDNNAQLTSEPPCSRSSSISTTEREPTELHNSVVRQPTGEIITDNEDPVHAASPETASVSPPIRH
NILKSSSPFISESANETEQEEFTSPYFGRPSLKTRAKQFEGVSSPIKNDQALSSTHDIMMPSPKPKRIYPSKKIPQLSSH
VQSLSTDSMERQSSPNNTNIVISDTEQDSRLGVNSESKNTSGIVNRDDSDVNLIGSSLPNVAEKNHDNTQESNGNNDSLG
KILQNVDKELNEKLVDIDDVAFSSPTRGIPRTSATSKGSNAQLLSNYGDENNQSQDSVWDEGRDNPILLEDEDP*     
>Cneo_XP_570301                                                                 
MTRARARMTNVVNGYSPYGASQRKGAALGRASLAKAVPQSEFYSNPKASGSRELNTPTQQNTRASTSNTRSLSRNQLLAN
ARGTHSAGLHDDSDDAEGSPVRRAYKPDETEDDVPVLVELPNKEPSSAQPTRRTGGEQGTNSNPFKGKGKAADVFGNHRD
ARHPQPSRAAKNDDEVEYMPHGEVKITKEMRVAELDMLTKQVTPRFGQRQRRPMNNKDGNQVKISNRAPTQVLKSPGDSV
PLNFNLAWISPNTILRCTGITFDGKELRLACEGGGSSWKIDFKKMISIQLCTSQEHPFICFEVNPNDTDRDSFSNLLDGK
KLNFEGTVQLCIKPSKSLQTAQRLDTFLSRLRSQAVGRVDELDQASCKLLSESCNSQVLDTRARHEAQRRVKAAEAAEKR
IASRASSPIDSWPYGIDDKKEEKEKKPAAKGGRGKKKEEQGDRNQSKLNLYVFFSCQTARRVLTILCSAPQPVVPVRRSS
RRSTNKLIEEISSDDERPVHVSKEPPPANKNELYFCYPPTEKAAVSITQGDKYRVKVGEFLNDTLLEFGLRHVLSQVTDA
RREETHVFNSFFYGKLSNKSKGNKPTSEGWPAYNSVQRWTRNKNVFDKRFIIVPINEHFHWYLAVIINPRGILRPRAPEP
ALEISRPNTRATAGTMVGGSPGHHYSELMEDPKIEAGPELSAEAQAHKDASLEKEKGTPGLPSAQSNQSPKRSLAQSLTP
PKTRKSPFFQSSPLTPAPEDGDGEFPHPGDQSVDPLDVMSQQTDTERDEDIEMKDVRNGVQEIDLDGPPNSKNEKDGSGD
EGTGGFIVTPTLLAMQQQQNQVEKGAKLPMVTTVVDDDEEGAKAKAKNSASAKKGKSKGQDANFEDGRTWIITFDSLGGA
HRAVGTNLSRWLQYEAKNKLNIDYEPEDAQYWHGKVPQQGNFYDCGLFVVHYAKQLLQRPEEVLSFVQRRQPPEWSPEVG
EWRADLDRFWQASETKNLRISWVVTMDDLASEWGKIEKERPKAADDAEGEGDASQVEEVTKEEREAEARMEKEVEQELKR
RQEEIDKGEGGKGEGERDGEGDETREGSEATEKDMEKEQPPDENAEDPELPLHPDFDPSLDLQLDPEFDHSENSTSTPVT
SQTKQISASARLEPASPDSSVVSDAYAEKGTSTVADADTAMESQQDDAAINWESPIPIKPALDFFDRDQATAEVEQESKM
NGEVAMLIDDGDLVPSSPLPSQSLRTHISPSHGTHLRFEEEDEPESEMPGNEVKKEKASVLVKSLRQQKEEEEEKEEEEE
VKNTVRPLPRSSRFFAPSNDSTPHITKPPFRSSAAKKPRHHADRASSPIDDGPFAGLSESAPNASSRSRSGSIHRSASVS
RKASDTTRDDGEDRVNEADEDRLEGERESTASRVSSPKKLAPASTYAPTSARKAPKRVAGRNDAETRANKRTKGGSKGKG
RPSTGASRDEAIELDSD                                                               
>Cneo_XP_567954                                                                 
MFSGNVGALNRRRTLRKATKSFDEVVQSKPQQEVYKPKQKREIGVKAQEQASKSFEFVSILKNLKALQLAKEKALKPSVP
SKLSPQQESKVDAHLRNPKFKVTLNVSEVEAGSLRRLKPSTWLDDEVMNAYCDLMCSRFKDGKAGRKVHSLNSFFYGKLV
DQGYAAGRLKRWTKKIDIFSLDVLIFPINQGNMHWTACAINFAKKRIEYYDSMGDYGNARKQVFRKVRGYVEAEHKEKKG
RAMDWEGWHDYFNKNNGSDCGVFSCQTLEMITRGRDIVTQGFEFTAKDMPFMRRMMIYEIGEGKLEKRTWGSPAL     
>Ccin_CC1G_03439                                                                
MNATQKDREPISRLHGLQQTKSFTKPPTRIEVPGKIPGPSKVKREGYGTNPFANVGFVKPNASKKATHSNPSTSRPPKLQ
SQMKTSGSRNTDSDYGLSGAERPAKRRRSDNTQSNSSPEVIYVSEDDLNIVPQSSQFSSLDEPYTPRPNPPKKPPKFHIA
QDGPATVSLINEVEEIEDDPIEDPPSPQPSKRKQQTGNVKEKVQVFENMARKAQPRPDFNDTMRSKRPPPMPSGKNPFVK
REEKRTQENGKRKKAPDFLPVKAFCAEDEGYRDIPCRLFWDDKTQKFSLSSLSNNLLLYDLALDQIKTIRYVSLDDAATA
AKPTGAIIIVNDDCLIFDDADDEWSVDSYRTFKKFLFKSKADQSSISPMSANNLVQHYKTIPVNRMKPSTKASTASVGPS
GRPPDLPHSGHLVEPPYPRPKASTGKAIQNTAVVGPPRLSATEQLAAEQTLRRSSRQAAASRAQEDPDEVVLVYPFSAPG
AVNITNADLARLEPGEFLNDTLIEFGLKLWLQRLQETDPALAEQVHVFSSFFYKKLNKKNIEEGYNSVRKWTSKFDLFKK
KYVIVPINEHMHWYLALIFEPEHVLRPPPPASSTSKQEDEVPREEEKTAGPRGDDVEVASVRGSEAEVEEDLTANLTQAC
SIQDPSEVKAEAPRVMDVDASPGKPPPSPTLSYADPDEIMNDASKPGASRLPSPMRVSPSPEIVETSRNPSPPMSTTTDS
HPVTEVNDDVEVEADDLNIGPSGISPGSFYGKSSAKQYGKKRPVPKKRRVGRKSDVPAVVTGPLPNTTYVFTLDSLGTPH
THASNQLAKYLKLEAKDKKGIETEVKVIQRRQAYVPTQPNYCDCGLYLLHLAQTFVSNPQFYLEKCCTNDRTTSNAQRQE
DWHDHKVPEMRQQLQQEIRKLSQEWQKLKKERPDPKAQDFKDDSDDDIIESVVVAPTKKKSAPVPSTVTTRAQRLR*   
>Ccin_CC1G_03480                                                                
MPRQDHQPLNPAKQQRRDFRRDTTGLGTSAYSPVKKRDAYKTRTRVSYIGLDSEMTSLSRRIETLKAQAQQLRNTRASNL
QSENEATTSSYATPHTPVSTTEVPMALDHKTGDAGDWVDTDMEDEGESDAGEGEGAEIGRAEAEDNGHDSEVLDVTAVYD
EEDDDEDDLPARLRSSLPLFQTQTLYGRWIARIPQLVSVYLEFLEETTGKELPPDPRSIKRRCDNPESHVFEKTVNNTIS
FTSEAFHEVCAEGCECHHPVEALVRYGLFPTAPTQPRMAIYMPLLDLYNAIFEKTCDAIYAISGALQTYYEKRGFVLLNR
KKEYAKDGLRKPFGLAVQWYDRLLGQVRIRLEAALKEADEAACEFKLKQQSSNCPRSSDHDADIAQALLNTANPSANGAA
SPSTSAPETPTQSTLTLGECDRVLRQFCPACFGGDEFGLSLDNGGDAMIAIDGNFNHRHNRGVKHCPKFYEPEHFLSKDY
VDTIGQRMREARTKPKREVTTKVPKEAVKACQKSHQAGSGSNVKTCLEKFDAGGVMAAVCRHDIPLFAANIDTAGEQQKY



AVALIEKIASLMPPNATLVVLYDVGCVLDRSTQLHPIMASSLTGRLKFATSAMHAYAHQWACQLGYNPRLQIGLALSDGE
GVERIWSLLRRLIAIQRNCSAEKRIWLLDRQLHYINRAFRDELGDIIRRRLTKSVPKQEAEASAILEEIEILRDDLEKQW
QDQRATEMSVNAGSKATGKKEIDAVINVQAELKAMEKNLKIARKVLKNSNTKAAKAQVQKLAAKSAEMQEAVDNIYEALD
VAQDLPDLEGVSFEYIRELLLLRDVKASIQKRAVGSFFEIDRLDQAVGGRDATIGTKLHQATRKSIQRRKPALMRAIHKH
NEICTKLAKLHKRKWKLPLPKPLPTKLGDLRNSPALLEDVWITRINGPMPEWLENPDVRRGIRAHLKLKRCSEERIRLGR
EADNLSRWYGRESTAVEIAIALPSNSDIRFILLQHRARLAAIKQRWINGTSTPIWAKHSTAFSKPIVEGVLGRPVPPSPI
FWVHEVTAGIGPNSASQPDEDDARTLVGDEEDEDDDGLPSETLTSEHVQMTEWLSSDGTEGDEDEDEELENVVVNLDWSI
PETLKTGPSSLLTLLPDESMSSDTPPTPQSRYLVVAANPRNVLHEFEFSDINILHSPEERLNDVCMNSGGALLQQHLKAH
GIADNCALLSTFTLVLIRHHSSSDDIWRLVRRSEYWKKDVWILPIHRTYPDEHWVVAVLYPKNGEVYVFDSLGARKPWKG
DLKEVAVLIASLNHLATKHGHSLGYRMSTEWTARPMSVVSRQTTTHSCGLWVLSVIVSLFKGFHMADIGEADITVFRRQL
YLLINQLPSQAPPRKQ*                                                               
>Ccin_CC1G_04104                                                                
MPEDSSGLHPPRMKSQRWINLLLLARRRVENMFQDNETAASDSLSQIAPTGDDHDARASEIEIVEIHSRSNSISSSMASR
PDGGFEDSGSSLALSHADEVEMSVYLRDSSTVFRCGGQTIAAEDLGCLLPGKRLNDEVINFYAALINRRSQESTNVMVDE
EVLNAYCFNTFFYTKLERDGYHGGRLFRWIKFDLFSKDIILIPIHCLDSHWSVSAINLREKRFEFYDSMGLRPRKVFDNL
RSFMAQEHYHKKQHPFDFSGWVDFVHDGPEQENDYDCGVFASQALQALSRRRSTFNFAQNDMHGLRQRMILEIGRGKLWN
DLLTY*                                                                          
>Ccin_CC1G_04434                                                                
MYPPNRKYKLKPHIKEREHKARVRETNAQMWKEFRDREYAKHTSRSHYDGSKLEFTRWLDYILQVRDTYRKQGVNLPGDD
LEFIQQYLEKYRKTMAAPLPKTYTPNLEQLDVRRRLRDSELEAATRPKLPTALPPDDEAELSRFLNTPGQVSKCAREAVT
AADLRRLNPGQWLNDEVINFYGAMINQRAENGKAKVKRGKVLNAYYFSTFFWTKLTKEGYEKGRLAKWTKKVDIFSKDIV
LIPVNHSNSHWTAAAINFKLKRFESYDSLDMAGEEVCQTLRGYVQAEHMNKKKKPFDFSGWENYVAEDNPKQQNGYDCGV
FTCQTLESLSRGENTLIFTQKDMPYLRKRMLWEIGKARFRDD*                                     
>Ccin_CC1G_06116                                                                
MTVDTTQNVKKKNVTNPAPSRALGNTYKSPVKKRITRKERQKTNSYVRQAQKESLALKMQQLIQSALPGRAVSVDNDVHM
NMDMLPSDACITPDPPSKPTDNHTSKQPVEKKKSILTTTKRMREHDRWHRLIPQLAACYLQYQQGRYRTPKKDLVDGRTL
EQKAPCISQCKSMKAKTLLCLLFDRWEYATFTHCRCNPISTVLLSHGFFPSGPAQPQIAIDLDLLDYYEALFQASFIADN
AIAAAQNSFYRKRGYVLTNRQHPVSTDQKNCVRAEMNTHGQGQIVDDPFRKSLGRARVWYAVLKQHIDAEIESAICKAQQ
EVEGQNPGAAPDDAPEAAATPDVVNPPPALSQTPAPAQTPAHIRTSSDPAGTGAGDVGTGDSASLFAGQEPQQPQQPRRE
CDRYLQNICAACFGGQQFGRPFNIGCDIQVATDANFSQRHLRSVGTCSKIFKRQRLIPKEEVDRVGELIERARNGERKER
EPEVPDEAIDNCQSTHEAGDGSKAKTNSDHFDDTGMAALICRHDIPIFIVNIDTPGEQHKYALAMVTRLLTLLPSNATVG
VFYDVGCVVDRSLKQYEILLKDVTDRLRWATSAMHAYAHQWSCQLVYNPRMVKGAGTFDGEGVERYWSGSRKLIPLTRMA
LGERRLFYLELHAAATAAKLHEELGMWIRRRLKDGIPSHEEEAEKCLAGCNYSETQLREQWELQKQAQLSVRAHAPQRLK
KELDTVLRLHRNMDMVDNCLEDARATLGSAKGSDVNKTIEALEDMNGRLKAKAEQLYASLNVAEMFPQLEGIDLAFVQKL
LLLRDLKINIRKRAVGNFFEWERLHQAAGGRHQALGTMSKRTPALLGDIRLFNRYCTELKEIYKKEWNLPLPSPLTENLV
TLRDDPTLYEDVWITVSPEGIPPWLGDPAVREGIRGLHRRDRAQEERRRIGVEADNMCRWFGRELKALDHAISDPASTYS
GPPISFALSLLSQPPCISAALTVHPTDSHLQEVLHLWRDAHLQLKHRWRTSLVSDVRYQSHIDSSTLGGHPRFTFLPPAT
IPAQANQAKPQVPNDLEHSLPPSSHGPDTAGLGAAVEDSDEEPEELDDDEHANEDANLPHDSSNPLRAPDPIELLVLDTL
VRGEADDTLEDAPSSAHDYTPPVTLEWHAPAAPLRDQLLLSDFRYPPQRKALQSLDPRGVYLHEQSRPSFVFGRREIDML
SGPNCLNDECMNGLAAHFYHSIVPDLSFGDFNCAPECALFSSHDLLMVKARYTDGDFWRRTKGTSYWCKALWILPIHRPD
EHHWVLAVVYPRERRVVLFDSLGRRRGWDHDLQLIMKFVCRLVIASNAHGFPLPIVVEEGWSASPVTLSPLQSNSYDCGV
WTLACIASLLRGFHLPAITENEVHLFRHILLQHVLALPVV*                                       
>Ccin_CC1G_09553                                                                
MDRGSKPPKKPRSSGSRLGNTYVSPIKKRVTVKERQKATSYAAEAQKNRLAAKFQSLLKASCPDNTLDDGTEAGGVLPML
PVNVITPTVDPAPETSTATSNGTDGPSSEKQATTRRKGPQTLQTILKREKENIRWKRNLPLLAEAYLTWSSGRKRVAKPP
MVGKEGAIHLEQQTPCGGRCKGFKDKRILCLLFDRYEYITFTHCKCNPISKVLVSHGFFPSGPAQPHIAVDMDLLEYFEC
LFEASCIADTALAHSLNDFYQKRGYILTHPKNKTKIMNEPFRKSLGRARQWYSLMHRYIDNQVEAALAEAERQVRDRKAD
THSEGAAAPSDVTDTASANVGDALPDVIPNPELTCVVHDDSANTSEATQGQCARFLRNLCPACFGGKHFGRTFEEGCDIH
LAADANFSQRHLRSVGTCAPFFDRQHLIPKDEVDEMGAAIESVRASRPPKPRRPKVPDEAIDNCESTHKAGNGSNVKTNT
DHFDDTGIAALICRHGIPVFITNVDTPGEQQKFALAMVKRLFSLLPPKATVVVLYDVGCVVHRSLELYDILPAAITSRLQ
WATSAMHAYAHQWSCQLAYNPRFLPGLALSDGEQVERYWSDGRKLIVLTRTSLGERRLYLLELQAAASAKVYRMELGAWM
RRRLKTGIPSHEEEGRQALEGCSLSIPQLREQWKLQQEAQLSLRAHAPQRLKRELDAVLRIQSQLDLLDECIESARKELA
TGHGTATAATLATFEDMQGRFKQRADALYESLNVQDLFPELKGLNINFVRKLLLLRDLKINIRKRAVGNFFEWERLNQAA
GGRHQTLGKSVGSLFPEHEPYLLHTGTKMHQQIRDTLSKRTPALTSAVRLFNRYCAELKAMYKKEWNLALPTPLSEDLTE
LRNDPTLMEDVWITVSEDGIPPWLGDASVRSGIRGMLRLDRAREERQRIGREADNMCRWFGLELQTLDEAILNPDNSLYV
DILQERRLMHISLKHRWSTALVSDARYDSHVTSSKLGPPQNYIFMDPITPDGTADPPEPDVATTSPASAEGGDSDDEPEA
DVDPDPADEDTTGDPDVFARARDPDEAEVTLLETLSVKPTDEEGPTLQYPSAPPVRLIWADVSGAAYDVNILSDIDPPPA
FHSTYDGTSGRALHLYGQPRPAYLFSRRELSMVRDPKMLTDEALNGLAALLFHNVLPNIASGHTSSACALFTSHDILMGT
YPCSTIDLWRRTKATRFWEKAVWIMPVNRPEEQHWVCAVVYPLQRRVGLFDSLGNRAGWDDDVEKIITFTTRLAYVAGTH
GYDTGICADGQEWLATPITTNPVQTNGVDCGVWVLAVITSLLRGYHIPQLTENQIPAFRRMLFQHMLRLPLVPE*     
>Ccin_CC1G_11047                                                                
MPRSPKTPPRPRRRDFIRDRGGLGVATYSPVKKRDAYKTQTLVSYIGFDVERDRLERSLAELKAKAQRLRESRSLARQGM



AQTSEPSPISHGSPGTSAQPTTVPLLGTSLDEIEMMVTEETGHRGDDEWVDIDDENEGNEGAGDMNQDEVPGDHMLDDDA
DDDDDDCSYLRTTLPLLKTQNLYSRWMTRIPSLVPHYLSYLEETTGQSLPALPREIHRRCEDESCPNRALNVVAFTLMGF
NELSVFGCLCQEPVEVLVRTGLFPTAPTRPRMAISISLLDLYHSVFEKSSDAIYAFAGAMQNYYEKRGFVLLNRKKEYAQ
DGFRKPFGLAVQWYDRLQNQVRQRVEAALCKADEVACDYISKNPTMGGTPGHDEATDITRALVDDADSPTEAPDVNPTDT
ASNPPPSSKTAPGECDRILRDYCPACFGGKEFGIPLDEGGDVVIAIDGNFNHRHNRNVTNCPKFYEPEHFVTKAYVDAIG
ERMAEARTQPKRRVTSKVPKEAVKACQKSHQAGSGSNVKTSLERFDAGGLMAVVCRHDIPLFLANIDTAGEQQKFAVALI
EKVLSHMPAHANLVVLYDVGCVLDRSIQLHPIVSADIAKRLKFATSAMHAYAHQWACQLGYNPRLQDGMALSDGEGVERI
WSQLRRLIPIERNCAAEKRIWLIDRQTHYINRMLRDGLGDTIRRRLTKAVVQHEAEALAIIEDVDLSRDELERQWEDQRT
SQMSVRSYGTKSAKKELDAIINLQTEMDAIEKNLKAARKALKGSKTQAAKKVGNLASKSAELQEMIDEIYGALDLPVNIP
ELEGVSYEYLRQLILLRDVKDNIRKRAIGSFFEIDRLDQAVGGRTKLHQATRRSIQRRKPALMRAIDKHNDICATLAQLH
KRKWKLPLPQPLPTKLSDLRNSPALLEDVWLSRVPGTMPDWLESADVRKAIRAHLKLKRCREERTRLGREADNLSRWYGR
ESTAVEIALDLDENSDIKFILLQHRARLAATKQRWINGTNTPIYVQNITAYSNRVVEGVLGRPALPSPLYWLKQVTAGIG
PTSQSATPGEEEEEDEDDDGLPQNPGTVDEIGVQDLIDTDDQGEEEEAKEKALGVVLREEWTEPTVSIGPRSIFSSLPEP
LVPSPDLPTQTRFFRAQGYPQAILHDFQDADLAILSSKRERLNDVCLNSGAELLRKHFAPLGHTSQCALFTTFALLFVTH
HATHERLWRHVRRTEYWRKEVWLLPIHRRYPDEHWVIAILYPAKGEILLFDSLGARKPWKKDLTAIAAFIPRLRLLAAEH
EHPFTYTVAQDWATTSHSCGLWVLSVISSIFQGFHRADIGEEELSRFRWQLYSLVMKLPLQDPART*             
>Ccin_CC1G_12286                                                                
MPKTHKVPTFARASRNSGFGIGYTSPIKARDDRKSRIKVKNLGHNTLVRAFLAQLENLDANSAAPSSPGSSSQRHDTNVT
VLEGDEEVPIDGHSDDWVDEDDQKTGQHVDAEYRPYERPIAVPAGRRTQPLGIRWETQMKNLKEPLLQYLSRTMGKRLVH
PSKLESNCRVPAGNCVRKEHTVVLLMHDCFEKTVVHSCECSDICSVLVLNGFFPSSPTAPRLAVSISLLDFYRALFERSC
DAVYAFTAACKTYYQRRGFLHLSDQGEVVEDAWRRSIASAMKWYENIQDEIQQAVDDALREADEKIQAHRWEKQQQTSQN
LQAIHQPRLYEEHEGTQERQECDRVLQQVCPACFGGKPGSFGMRSSKRRGDFHVALDGNFNHRHIRREGQSNEKLYRHPD
LYLTAEYVNEVGEHMKKVREGHPRPRIARVPDEAVDECEDGHIAGQGTKVKTNTQVYDDTGTMAMVCRHDYPLFLANIDT
PGEQQKYAVALIKKLFTMIPPNATVVAFYDVGCVLDRSLQLVSLAYGIWRQYEILPESITSRLEFCTSAMHAYAHQWACQ
LYYNPRFQDGTGNTNGEGTERLWAIMRKLIAIARMSSRSRRLWLINQLMKSHRKGTRQNLGKWVKTQRTAIAKQIPEQQS
ILQKVGIPITELRSEWEDQREKQLSIRGHQPTRLKQQLDEVLRIQADIDRIDARIEAMAATVQKADDDDDPYRSILHNMK
VTRQNTLQKMEQHYESLNVGDAYPELRGMDYKFVKTLLLMRDLKNQYSESGPSPNFSSSIDSIKPTAGRNNPLLTRKAIE
NRQPALMAAIERFNTHRAQLVKFIKPEWGIVLPRELPVNLTELRDHSDLMEDVWLTPATGGAPPPRWLESVDVHRGIRAM
LTLERCQEEIVRLNLEADNMCRWYGREIASVEVCNQGDTQHIVFLLEEHRRQILTLPGRWASKQVPIHHYETHYNRAQEL
LAEMGMSPGQAALRWVDPVVLELGDPDIQPSEDADTVELTEEGCRLLDEVCEDSSTQEPPQYIPAVVWEVPTSIARDTEV
ARAITIDAGPGTRDHSLRRFRLTHRVVDFPTQAIDILSSQGRQLDDDYINGGAALLQHLFTPLNSPTPGLSPAERCAILS
TFSLVYVKNKRGMMKVWDMEKATEYWSKELWLLPMHRPAPVEHWVLCAIYPHHRQLLLFDSFGEKEPWADELPLIMKLIE
HLVLGANTHGHPLPLITDQDWTAFAANTSTLQTSSTTCGLWVLAQIVAHVRGFHVTGASEPHLQLLRAYLYRQIINQLPL
RELHSNYHAR*                                                                     
>Ccin_CC1G_14504                                                                
MSLEGIPVVPQVLASVLQAPTPDAAPDAPEENPEPQPSATQPNASKNPRGRPRKNGPKSQTAAVATAKKKRGRPRKNAPE
TGTNTSAEGGETEGGGAASTVPRKRRVRVNLMEDMEDAQERMLRESRVECDWILQQRCPACFGSQVFGKDANGGASNIQV
CVDGNFSHRHIRRDADHQRQHFPPEYYLPKAYVDKVGSHIDLVRDNQPKARDPKVPDEAVDECEDGHIAGKGTNVKTSTQ
MYDDTGTMALVCRHDVPLFLANIDTPGEQQKYAVALIKKLYSLLPKDATVDVFYDVACVLDRSLETYDILPDALTSRLCL
ITSAMHSYAHQWSCQLYYNPRLRKFTGLTDGEGVERFWAKHRRVIPLMRVSGREKRLQLIDRLTAAIGAEARDGLGSWIK
ARAKLVQKYRVEATAELRACGTPVEELRELWKDQQKAGQSIRTLRPSKLKKDLDLILVLQGDLDRLEARIEEVATGLNED
FPEDHKQGVLAALNAAYAALKSRIEATYLAINVGDEHPELQGLDYEFVKALLLLRDLKISIRRRAIAQFFEREKLQMPSK
GRANPLGRVLGTNLHQLTRKAIAKRQPALQSAIRRFNTQLVNLKKLHKKEYNIPLPNPLPTDLDELRDHSDIMEDVWTTH
SPHPVPKWFESAEVRKGIRAMLKLDRCQEEMERLGIEADNMCRWYGRQLANIEFALAQPRCQRFAHELTIYRDHLYSLKS
SWANIFASTVRFDAQITASKQVVPGGPSIPLRWIGPSVSTMDILPRHEPLPANDHDPNLETLAVLDEDEIFAAPEAPKRN
ATCKYSFVWASPPGLRSDDAIFDLISTQPPLSPDTDHRFRHLEARSGIREGAIQVCPSSLDIMASPGAMLDEVCINSGAA
LLQHLFSDPQYPTAAYSDHCALFSSFDLLAVRSQCSLLYTWDQTKHTEFWRKPLWILPINRRHPDHWVVCAIYPAHRRIL
LFDSLATKQPWDILAFLDQLVLAAGVHQLEIGVSVGQHWEINPTTIRRIQEDGTSGGVWVLAQVAAILRGFHTTPLAQVH
LPAFQSFLYRHMLLMPTKDSSSNLR*                                                      
>Umay_XP_759519                                                                 
MLFDSDPLVVSTNDACLHKSDVKTLKHGEWLGDNVLAFHAEWLQALSDQLDQSNPSPSNVKMFPPSVVELLCTLGSAAAP
QAACVIPQPKQRFLLLPVNDRYSPSSRGHSSAGSHWSLLLVDAASGVAFHLDSLGECNHSAATAVLSSILKLVQPESIQK
SSSVPMPSKVDCLQHQENGSDCGIYVLLLSSLLHRQLSIPQAASCHLSDVVQMVCADATPRHVTRFRKLYKDWLKSWGKA
THHQEHVDPNQNVKAHFLELFSEIGLE                                                     
>Umay_XP_756501                                                                 
MPQKRGRSAFDTLVQTSGASLSSFANTGMLETSSLSSSTASSSSKPTKSLRKHISTFFSAFSPSRKRQKTSSPADLYGPL
RLASSTPMTSDTASPSSTAASGFLDLTPSKVLPSTASATKQDASVLLALQEGAIRDPLGRTCLDSSPSIASAVITDPATS
LEEAAEQQIQYASPSPSATITTKPTNLASVSETTGTTAPDQVPVQDEMPIADSQYEQPAENDAASSNQPVPTDADLDKIQ
VAATAEAGERVEGLLDWSRSLNREESHPSSAQVSHAAQDAALPSEVEMDAAATEQNAAAIVDLVSDSEDGDSAAEDPDKE
NDISLVNSTPRLNSDVALASLASQNRLAELSNPVQSRKSLAGPMAHKSWREYRQATQAKSRTDSEPADNSFELIDTSATE
TIRSIGRQSHFVQPSRRSVPQNSTPLPLERPHGRDRSSSFSSNLSNLSLSASSSMALDSAYRKRAPIYEKQHLQVVGRHN
RLSVKRNIERALERINQVRLSRRKPLLPSKQFYELAAKARKVHKIVAEDNAKMASQTDFLDQLTQKFLRQRQRDAETAVL



PLPPAKLLEAERLKREQRAKLRRLRGILGRKQLPDTLGPEREEAATCVFSKRGVVSEITGAGVSDTDVQKLRPKQWLNDE
VINFYGALILNRANEAEKKRMEAMAALKDAPAEPRISHKAIGKGDKSQCKRPYDESLDAFWRVHFFSSFFWTNLKNKGFD
GVKRWTRRIDIFSKDIILFPINLGNRHWVCGAINMRKHRFEYYDSLGTPNRSAFTLMRTYLIEEARDKKNKEIDLRGWTD
LFSDDSPQQENGYDCGVFAAQTLEQISRRDPHTRIPLDAPRIAWIGESLDEGAGKLSLGAQADDTDEDDEYEWNFGQQNM
PYLRRRMAYEIYSKQLLD                                                              
>Mver_MVEG_00549                                                                
MASIHPLAPSGSLLPPSGTKKPAAKGIPIAVPTTQRRMSAFSVKTANKALMTGYRDGGPQRRKSSASTQGHMSPPYSSKD
EVELVGVLPGFESLVESEARRHRVKQKSVEPLNTKDVKEHKPAKRKRGSKELDSPELQPVGSVKARRHSTVAASSSGMGL
HSVPSIVITPQSTMAPPKRIRKLSLAGNSITLPTRSILAGAQIPARIALTSVRIGGKAEFTAKGMSIVFGTDKITLNING
NSTRILHSQLLLVEYYTASQIRIIQIATKEKLPGTSILSEIYDPVHASGKARKITLYSTEKESIILDNCSKLKNNGVDID
SLTDAAGEKLLALNSTKSALPCVQEQTEETLFMFPFKPNGKSKSIAVHAEDAQRLNEGQFLNDTLIEFGLKHIHSNLEVR
NRALADQVFIFNSFFFQRLLTKPVKGPANSYDSVKNWTSKVDIFSMKYIIVPIHEKLHWHLAIIANPGLLLKDFGGSSSD
DSESSSPEDKSSSHLEPESLSNSVIDVDTDMDVDVNKVKGRVDPEERPYIVCLDSLGKSHPSVFKVLRSYLEQELLAKKN
INKTLTAKHIPGKHTSNSPMQQNMCDCGVFLLHYVEVFLRHPVQVLDAIVNRTDDLPLWAATELETKRERYKDYVDSLTE
KYKVFQFSQETINHLKEKRKSIDDATGSGGGGGGGGSGSGSDKGGEEQNDKVATTTTTSGDPKSPASGSSSSSDLVAELS
VGVSNN*                                                                         
>Mver_MVEG_03336                                                                
MRQSKRPKPDVVLLSDDESKGGHVTKKFKERTSAEVLSKGLNQSGSVVSKMKKSSDVHTIARSKPIVSHPDAADICPSIS
NYAPRQSILPKLKLVPEGVKASPLLSRTESTAKSKPSPPSSPLSLSPSSPQRIGKIDPLCSPSKTQALGMGTFPRATLTK
VRVGKQEFIEPGMAVQFGPDRVIIDIGSSVTKIPHSEIKIVEFFTDNPTKLLQINTSGKLPETSVLSPFYDPTPNSNGAR
KIVLYSNGLGSIFLDFCVKLNKIERINVKSMTSDIVDRCMAPVEKKSPKPMSRSPDEILFVFPFKTSAKSKSIAVRQQDV
DRLDDDEFLNDTLIELGLKYVHTKIELSNKNRAAETYIFNSFFYERLISGASKESIISYDAVKSWTNKVDLFSMKYIIVP
IHENMHWYLAVIVNPHLLLREESPSSMCSSPIVDSSPDTTPSQSEQATNGESGDSDAKSSRSSVSSLLDDSDALLDQLLL
RGRARSSPPRRSTRNIPAVPIDVEEKTMILVMDSLGGQHSSVFKTLRAYLQQELLTRKNITKTLGVKEVLARYATKAPKQ
ENFCDCGLYLLHYAEMFLTYPKRLSDSIVNKSDGTTCWELSKLPTKRQDYRNLVADLTAQYKIYQQEMAAVKS*      
>Mver_MVEG_05913                                                                
MAQKRKTDREVKLAVDMAPGEYSKKAKVLVSGLSSLFSKFDPLSLYTSPRQANNDNQTSRTLLGWVGAYPHLASMQGAFS
GLDKDNLQDQVGTPAAYGRRGHHRSTPSLSSLSSESSRPYQLKPYTKLPSSIAPTSFGRSQASSDDGSRSSPSDDSGSDS
GSPYSHYSNNNNNNNPWLASRFGHPSDRYTQDSLLRMRSRIHAGKAQKPASLLQSKYAKDDSLARQHILDRHSQVNSKST
QNRLKAALDATIGALRADIAKPAEAQGSTTDNNINNNNKDDVTDQWRIRGYDRPFDVDEEPVERPQVFKRPAWIRIKVVD
KEPSWLQNLRNLVAKTLPAVVEVKKDLPAYQGIVAEHERIQRELSEELEPKQEQLMPLSKDEEKKVHAALSDGYGQVVEG
FNVSIMKKDIHTLRPGEWLNDEVINFYGQLIMARNKESTELPKVHVFSTFFYKTLSESGYDKVRRWTKKVNVFAMDYLLV
PIHCSGNHWTSAVIDMKKKQVEYYDSLLGNNPKCFLILRDYLDRESQDKLKKPFDSTGWENVCPKDIPRQQNGYDCGVFT
CTFIERKSRGMAKFGFSQQNMPLLRQRIVLNIINKSL*                                          
>Pbla_Phybl2_58709                                                              
MTCNTLLHFHDVIIREDDFCTLDEHNWLNDTILEFHMEYLERTFVTSETSIQLLRPAIVQLITHTHDPRQIISALPPRLN
EQNAIFIPVNDGRPSAANSGSHWSLLVFLRPSCAFYYYDSMRYSNIQEARHTARQMALLLGLTKKPEFIPTSTPQQNNGA
DCGVYVIGITDSLVNRFMELKGKPIEADKLMMLPKSHVVEPTKIRNKLKCLIRSLGHTD*                    
>Pbla_Phybl2_62464                                                              
MHKCNMNRKRQHDSDVELVKAKIAKSVSTRKDRETTSKNEYKSRTRSQKSKEKAVNTRSQSAQPTHDYIDNLEQTFEKAT
LEEIERSDTFNTCCYKEAAYTSEDENTKVSMLSMSNIESNITEIPKADANIKKRKWINLLNNKYSHVVSSDEDELSLTRP
APNKKSIAVKYKENSTNNKEQYENILLPQKLERRLKRSSSPSYREGFVRKKRIPTKINVPSNENSERGRHKGIFVPRSPT
LSCESDSQSSCVMVSKSLSPKPHIIEISEDEDETYGKDGILFTYPFHGKDQRNKILITRRDTEKLKLGVYINDTLVDFFL
LWSKDVAAVKAPEARKDTHIFNCFFYPYLREMVEKENNEFSLKKWTSNLDLFKKKHLIVPVNERPRIYLLDSIGVERKSI
LKNMVKYLNHEAKARYGSETTFIKPDLVHANVPQQKNGSDCGIYLIHFVGVFLENPEKCIDLLEATTTDEEAWGATSMDE
KREYLRNVVRQLNEEWAKLQPDLLKNTVDYKNDKT*                                            
>Pbla_Phybl2_158172                                                             
MAAKVAGSTIKDDVHIFNCFFYSDLMEKVKNNDLHSLKKWGSKIDIFKKKYLVIPVNESYHWFLMIVFNVDQCIARSECD
RVPHIYMLDSMGGKRSHCQKSLAKYIAHEAQSKHGVPESDFLAPRRSSPKVPMQNNGSDCGLYLIHFVEIFLKDPQRCQN
LLDAKYCDNEGWETKRIRMKRKELKRIIKNLQV*                                              
>Pbla_Phybl2_116336                                                             
QRGLIAELKTAMVSFNDIYKLEPQVWLNDEIINFYMEMLSDRSKANPKEYLDIHCFNTFFFSTLSESGYQKVRRWTKRID
IFSKDLVFAPINQSLHWTLGVIDIKNKKVYVYDSLGGAHQRGLKLLLDYVEQEHLDKKKDTLDMSEWTSSAPKDIPHQEN
MSDCGVFTCTFAERLSRNHEMDFSQKDMNLIRRRMVLDISRKHIS*                                  
>Mcir_Mucci2_104909                                                             
MPGAFPLPSPPTTPPTTIILSDDEEDDNCSEVTETHKEDDDVLYTTTNKISLTNRDLQTLQPGKWLNDTIIDFTLKTIED
KYRCSDYISVSSSFFFTRLKSAKAKGVDIYNETKAWISCKKLRQSRTWFIPVCQDYHWFLIAVVFPGKTRSLIYIMDSLN
RDRRAEAELVIEFIESFHLVEARSPLRKIPEIYQHKIPQQHNMNDCGLHLIRSFELSIVRRKFIIRLMQGEVTNQAEIDA
FWQEYPVISRHELEYQLLKYALERSTS*                                                    
>Mcir_Mucci2_78343                                                              
MQTEAQEGEDKLVLHYHDVVIRQSDLDTLAPGQWLNDTMIEFHMEFLERTFVPKDAKYLFLRPGMVHLITFAEGDVMQLE
PALPPQMDQYEAIFIPVNDGKPHEAYSGTHWSIMVYIRAVNSFYYYDTLKFNNLRDGELSSRRIQPLLRLKKPAQFIPSS



TPQQINGSDCGVSVISIIDYTLHQLLKSRDKKEEVQYNKIMILKSKDMSTPKQVRDNINGMIRRLQQRCKTSCSSPCSSP
TTSASSSLNK*                                                                     
>Mcir_Mucci2_167097                                                             
MRRSEQDQKRRLHRETDTPNVGTSRNSKRASAKGNPIQVPSNSYTEVKVMSKTAGKQKLIGQMHTKSQSRRIERVEKPQP
TRASSRLTPARKREEQQKEEAVIEIDSDSEDKPRKRRLIQPDPEEFASDFVLPQPRSFLRRKTANSPLNTTPSKPFNSLP
AGTIKDMLELSTRKNVYQEYFEHDFGFKPPTYVSDKRKAQLQLSSQKREDDEKEEQDEEEEPEADTEKPGVDLSQLMLHS
RLKASEGKEKVGDKYVIGKDQFYPEDGLDKEEEEDAQLPSKTADKQKDSSTSPKPAAKQIVKRPLTPDPIDDYTIEPTGS
DEHILNYPFNKKKSITVYERDFERLEDETYLNDTLIDVFPKIWADEYSDASIYTFSSFFFTKLAGTYGNIHYDTVQRWTS
SIDIFEKKYIIIPVAQNNHWFILLVVNPGYCIQGAKGLEYHDVFPDPPEQDDSPKPTRRKIITAGVALNRNKPYIMALDP
LGLNKQTTAKCVLQYLKKEAITKLNIEETDFLAPEIVMAPCPGQDNFTDCGVFCLHYMKSLYQYPEVMMDVLYTNQKNDE
RWDLDETLGNFRLVLKRVLKEKMKEYRQVMFDGLGD*                                           
>Mcir_Mucci2_157364                                                             
MMKHTIEIIDDDEVDSLLDKLTALSVEQQKPKSDMDYCLADILELKKRALQILVDQTDTTFDKRYEETEIPVPKETVQPL
TDQENAIVDRLFRKGQHGEVSNFKKATVSFQDLYRLYPETWLNDEIVNFYFELLSDRAANSQDLPSIHCFNTFFCSTLRD
QGYAKVKRWTKRVDVFSKDMLFVPINQSYHWVLGVMDMKAKTVAVYDSLGGNHDHTLNLFLSYLEQEHLDKKKTPFDTSD
WQKLTPKDIPRQGNMSDCGAFACTFAERLSRRATFNFAQQDMETIRRRIALNIFNKTI*                     
>Rory_2811                                                                      
MRQNSANLSNTPISLEPTLSRKRSFDDLDDSNKNNDASGALDEPKASSIQSIMIDLTTDSGEDEDVGESTASLPKHHIKR
RRRKQEQQDNAVIMIEKLNDKGPLSVERTCSKDQEIYEISDDSSDEEKCGRKRKSDELSDNLLEEEISYKEKCHRQRKAA
KISDNLLDEEVSFEENRSNQMALNKEKCGRKRKADELFNEKISFEKKKANQISSKGTETKEEAEDYLLNKKDTKLFGEDK
HILMYPFNASKQHSVYWEDIERLKKGRFLNDTIINICSKIWQDEYPNNGIYVYTSFFFTKLKECKAPEELSSLSRWTRGV
NLFEKDLLIIPVAEHKHWFLVLVANPGACIGSPTVTGSRFDNGKIDKQKPYIMVIDSLGGTQHHVRDLVTKYLKSEAKKK
NKIEESSFIAPQFVQVESPIQDNHYDCGLDNEQSEAPKEFRVTLYKYMACKVKEYAKFKFS*                  
>Rory_5034                                                                      
MRQKSANLSNTPISLEPNLSRKRNFDDLDDSDNNNDISSTLFKPFNRIKEKIRSLTQPKVKEILQSTDSGENEDVGESTT
SLPEHHIKRKRCKQQRQDNVVIAIEKLDDKEPLSNERACNKNQETYEILDDSSDEEKRIRKRKAAQLSNNLLDEDISFEE
KKTNQIQSNKEKSSHQRKSAKPFDNLLDKEVSFEEKKANQIQSNKEKCSRKRKADELSNDEIHFEEKKANQIPSNNEAHK
KKLKSSNDSFNKKAIVKRSYKASESSSDEEHDQLSEEYNEQEYTPSVVSTMKPSMSSIPSHMKYKDTQTSKPSYTQNIIS
KMKPSSFSIHPPSSTAQDERVKTFKPSSPYKLLSRLRQRTSSIPSKETETKEAVEDYLLKEKDTKFFGRDKHILMYPFTA
SKQHSVYWEDIERLKKDRFLNDTIINIYPRIWQDEYPNNKIYVYTSFFFTKLKECKTPEELSNLSRWTQGVNLFEKDLLI
IPVAEHSHWFLVLVANPGACIGSPTITDNHFENGKLDKQKTYIMVIDSLGGTQRHVRESITKYLKAEAKKKYNIEESNFI
APQFVRVESPIQDNHYDCGLDNEQSEAAKKFRVTLYKYMAGKNLAMIVVLGFLN*                         
>Rory_8166                                                                      
MSQPEIKASSSTIEGFTSKDNNDNSTKEDLDSVMGLFENLKIEQKTMDVYKLELLKIKKDVLDTIAERDIEYSKYDELYE
QTKIPTEKEIIEPLTEEENALVDKVFRSRQSGILSQVKNATVEYKDIYKLLPATWLNDEIINFYFELLSDRASKDSSLPS
IHCFNTFFCTTLREQGYAKVRRWTKRIYYLCQSTNLIIGFLV*                                     
>Amac_AMAG_07227                                                                
MTTNFAEYDQLKAAALANQSMTQQQLDQLDAHLRGLDLTPQCIQADQLPTFRPGWLDAAMQNPEYVALLARAESAATSSS
SAPVAASVHPPHSSLPTATFQPLHVPAAAPASLSPGDEPMDVDQPLPPPLDVPVSQNVVLTLTPALDRPDTPRLPAASET
APAPPRVSKAKRLPSDVNLGPKSTKRVKTGKAGNAAKNDASGATASNSVESASSLADPVEAAYQSIFQDPEKEPVVSVHH
LETLTRKDLRCLRDKGWLGDQVINGYGRMLADHCRKSGGALPNIHFFDSFFYQHICAYGHKQVARWTKRFDLFALDLLLF
PVHLSQHWCLGCVNFRRKRIEYYDSLHGPVGPYFAKVRKYLDAEHRTKKGGAPFDFDGWTDYYPTAPGHEQIPRQTNGYD
CGVFTCAFMHHVVNQGAEWQFKQEDMAAWRRRIVHEFVEYGRECKLAQSQSRRQQRQQGSQSA*                
>Amac_AMAG_07230                                                                
MGRSKQFNHKRDAARRQQDEADGIVRHPPARSFLYPTRDRYQSIFRILPSDDPEILEFEMISDRFPHDLPPWRRFDFRRD
RPPPNHGRERWKEIVAVPDGPPRVLSNGPVRVTRVPQMQVPLSQGQGDSTGTGMVPFAQSPAAATSGSTPTAQSTAAAAV
AASGTVSSTLSTMMPTVHTARASPLVTSSTVPLLAAAAEPYSHGLPSQSNQLTFSDGGISGDGSVLDVSVVEASQHHDPW
RQYERKLFEWDLGRNTPMFWFPYNKFNEWIQCEYVTPDDVDQLREFGWLLDRLVSLLTRYFYGCASEHVKRRVFLFRPQW
MFFLGRNDIAIVSRTVNFHSGGRDPFDSLLVAPMLVNANHWAVVVGVNLDKLVHRPTGPYSALSFAHLQPWSMLALSLTC
FHFPFITALPARPDVADPPIFIVFDSGTNYRTYTPTATRYPALVGLNRYLRQRAIDDPSAHALNDRYMLHDAWRDQPFFA
TGSNFSQASWPIVVMAEMPLQRDGYNCGMHAVQCVRTILERDLDFLREICRLPVGRMFRSIDQTLFRHENMSVLRLEFLK
LIMNLMDQCTAYCKDRISIQQREIILNRVHAHDLAVAQQFAEVYQQQLRDDPEVFLPDLDFE*                 
>Amac_AMAG_07621                                                                
MTRNKRSCDDAWLDDYDPHDAAGHDHAPPPPPAPARGMWTTFVGAAKSAAAITVSFLDTVFEWVPGLGTSRPAPRRRRPS
RGRLHPAGAVIGAQDPVWATPFPRRAAKRARRDDVTPRPPPPMPRTDDEDDGMDAAFVTPKQAVPPGRKCVIEDTPRPPF
YGATRVRDDTPRPSPAWQVPRDEVPPPLPPATPMARSRKTQRPGFGAVPAVGATLRPGFVRSASNDATLRHGVADGAAAT
HEDATPGPKYPEATSTDTTPRPPPRQQLSVREKKTPVRPRSILEQPVAPSPLRGWDTPEPPQSWDSFSSSTSRASTPLSD
SGRYSPGLSIMSKSSRTSTASTSRASNNMYSKSRLSAKNCVDRFREIMAPMPRSVAELEADRASRASAPTHSSTRALDGT
SRSAKSVSGVPWTSTATLPPPPTAEEVTWLSSKVEEMRSLLRPAAPTATPLDDDSIYERLMHKEREWDERIAELMRRDKS
RVPVPLSEAMEGEVDRALAYPKDAVVVTLFDGTKLLGADFSTLRDRAWLNDEIINGYGKLIMARAQSNPALPKLHFFNSF
FYPKIRDYGHKQVARWAKKFDLFALDLVLFPVHLGNHWCLGCVNFCCKRIEYYDSLHGSTGPYFATVRNYLDAEHRAKKG
GAPFDFDGWDEYYPLAPGDGQVPRQLNYYDCGVFTCAFMDHVSRQCEEWGFTQVNMGYWRRRVTYELVAGKALE*     



>Amac_AMAG_08681                                                                
MVFVPINENLHWYLAVILNPGKLVIKDNPPPPQTVGASSAAVPADAPAAAVGTGSTAPSSSAASAADSTAAVVADLNEVL
APPPVSASAIALSSALSSARADSATTTPSKPAAAASNLAATPTPTPPKPAISPPRPAIAPRHDAFELPPAGANDAFIVVD
DDDDDEVRSGPTPCDVTSVPVPDSPPLSPASPLTSIGSTFTSPPKNGTAELAASTAATVPPPLFSMPGTTPPGIIRKYKS
KSSATPDAKTRGAAAVAKDAASAAPLSPLKTKRSPDEPCILLLDSLSSGRPKQKTIDALEAYLKHEAATRRYRPHPNWAK
PTRGGHSPAWPHRLAAPCPQQPNSWDCGIYVLHFVERILADTDRILQLLVSTRTEAGVLLSLFHDERPPPENDPWRNDQI
KTKRLTLMRLILKLADEYIKYRKENGIDDPNSTVNALMDAADDDDDDDDVIMADPADDEQTDNDSIVASPLAKAQAKIPC
TGGNKLGAAPANKWALSARNDAAAQSKGGKDKGKGKDAQESTLHKYFLPALAATSITVTHMDQQPTFDDAGPDDPLAPAT
KNVPVPPKTDSHVSLILDGSDSDDPMDVDVDSPASQPQSPHATWHRSEHVTFTSLSPVMGESLSSSPLQPIAAAPPLPPS
PSMHVVPGETTASGMTIPGLAIPGFAVHDMPSPVRSDYLDVPVQKQEDVGTTRGHTPEMSAQHMHPRTFGTNGAMRLPSP
PQPRLQERHGPIDLFSDSDENNHADSNNVDADDTVAPPPVLPEAPSAAATPLVLTITDRDARVEHVGAAEALAVADTHSA
GHSWWAAVSSLLPATLTGAKPPAAAREPAAQLPPPRPSSRAPSRSSSAPLLAEHTAWLRVISSPMDPNARRSPQVPTVRG
EPAHAARARTDRAESPDLGGKPSATAAADPLTQCAESMTIDDSDFDSDADTEVPALASFAVPAASSLAPHVAPALVSLAV
QPPPPPPPAAAMPAPTDSVDMTGESDGDDDDIFVQKPPALEPRKRVRRGTGPNSCAASLSPPAAKRPKPQPKRNGSAPKS
GAGSRARQSGLRSTMPPNGDHELLPG*                                                     
>Amac_AMAG_09887                                                                
MARTKRSRDDAWLGDYDAIGNADHDRAPPRPPEPARGMWTAVVGAAKSVTTLAVSFLDTVFEWVPGLGTSRPAPRRRRPS
ARARIAGAAIGAQEAVWATPLPRRAAKRARRDDATLRPPPPMPRTDDEDEDAVYVTPKQAVPPPGRKRVIEDTPRPPFLG
ATRVRNDTLRPSPAWQVPRDDLPPPLPPATPVARSRKTQRPGFGAVPAVGATTRPGAVLAREKKTPVRPRSILEQPVAPS
PLRCWDTPEPPQSWDSFSPSTSRASTPLSDSGRYSPAQSIASKASRTSAASTSRPLNSVFSKSRLNVQNCVDRSREIMAP
IPRTVADLDTDRASRASAPTHSSTRALDGTSRSAKSVSGVPWASTSTHPPLPTAEEVTWLSTMVTSMHTLLRPAAPTALS
LDDNAVYERLMLRDREWDERINDLMRRDKARVPVPLTEAMEADVDRALAHPKDAIVVTLCDGATLMGADFMTLRDRAWLN
DEIINAYGKLIMARAQSNAALPKLHFFNSFFYPKIRDYGHKQVARWTKKFDLFALDLVLFPVHLGNHWCLGCVNFRRKRI
EYYDSLHGATGPYFVTVRKYLDAEHRAKKGGAAFDFAGWDEYYPLAPGGGPGPAPVGIIMIAGVFHVRVHGTMSPRQVRA
VGVYAGEHGVLASSCHV*                                                              
>Amac_AMAG_09889                                                                
MAPIPRTVADLDTDRASRASAPTHSSTRALDGTSRSAKSVSGVPWASTSTHPPLPTAEEVTWLSTMVTSMHTLLRPAAPT
ALSLDDNAVYERLMLRDREWDERINDLMRRDKARVPVPLTEAMEADVDRALAHPKDAIVVTLCDGATLMGADFMTLRDRA
WLNDEIINAYGKLIMARAQSNAALPKLHFFNSFFYPKIRDYGHKQVARWTKKFDLFALDLVLFPVHLGNHWCLGCVNSAV
SASRT*                                                                          
>Amac_AMAG_10110                                                                
MDPSAPPPRHSGRQVMHLDDEDDEDDEPTLHDDTRHHHHDAAADAATCEDQRLAMLRELESAKNAGPPKREAHRIGLPTS
TIPAHASTKNTQKPSGFRPSNTLGMTTPSRPPAPPRGTGPIATAFRDHHARHATPAAGDSTSDRAERRTDPSPPSLSNFN
HLSPHPPVPPPPPLLPAGEHNLHVSATAVAATVFSTAPRVPIRVPIPGRAMTPRDSNERLGLTLRQPTPAIPSALPFGAM
HPHQHHTGGAFHGTHCAQTALDRPTPPGAGSLRTSPRVGLRHNSPALGMRLAQTRPAQPPAHVPLAQPTPYVEQPPPPLP
PARSAPRASGPIEIPDSDDDDGGGGSDGVTANDGDEPMRDFSINKIDHVKVVHEWPVQALWYGKYKHPEPETIRLQEGVL
RIVVKGESSGALGWPLHPSDMEPIECFPRQKFLAIRVHKTVGISAAWMQDITTKHKFKYDRSSANPLLRYVRVFLDDMPT
NFAQLCRGARFRVKELTEEAWEDTHFKPSAFIYTEPTSPPATRSAVQRARTASLPGGHPPGTTAEISDGAFYATRPAAAL
SRAEAQPPSRTTRSTARFLPPVPPLSVPPARGKPTTISVLLDHSDDEDKGKTKPRLRSCESIAAAAAAIKPTVVLDDDDD
DEDNAPKRELDAYLASKGRERTDLLFVYPFAGSKGVTLFGNDAGVLNNSDFLNDAVLEFYLRYLVDRLPDDQRQSVHLFN
SFFFLRLTQTGKKKAGAAAGKGGSKKSGATAAAVAAAGENATPYAEGYQRVKSWTKSVDLFSKKMVFVPINENLHWYLAV
ILNPGKLVIKDEPTPPPPPPQTVGGGSATRTADASPAAGTGSTAPSLPESVGASDSTAAAVADPDEVPAPADTSTSTSVS
SSARAGSATTTPSKRPAAASDHAATAAAMTTPSKPARSSVHDDVDSTPEGANNANIVVDDNDDDDDEDVRSGPTPGDVSS
VPIPDPTPLSPACSLTSVSSTSGSPPKNSTVELAASSATAPLPLLFSMPGTTPPGNTRKYKSKLLTTPGAKTRGATAATA
SAAKEPASWTPLTPVKTKRSPDEPCILLLDSLSSGRPRQKTIEALEAYLKYEAATRGYQLHPNWAKPTRGGHSPAWPHRL
ASQCPQQPNSWDCGIYVLHFMERILTDTDRILPVLVATPMEAGNLLSVYEQRSVQPENDPWRIDQIKRKRLTLMRLILGL
ADEYVKYRKENGIDDPNSTINTMIDAGDDDDDDVIMADPADDEQTDDDTIVASPLAKASTKMPRTGGNKLGAAPADKWAL
KARNDAATQGKGGKGKGKGKDMQDPTLHQFFAPALAPRSVTVTHMDQQPQAYDEAGFDDPCAPAAKNVPPPVPPKTNSQI
SVVLDDNSDSDDAMDVDSPASPPQPQSPQSAWHRCDNNTFTSLSPSFGEPLSPSPPQPATKAPPPPPPPMRVVPGETTAS
GMAILGLAIPGFAVADVPSPEQPDYVKLPIQGQEDAGMMHRRLTPDISAEHMYSRTFGTDRAIRLPSLPRPRQQEQHGAI
DLFSYLDEDDHTDSNVIGVDGTVPPPPPPPQAAATLPPPRPPSPPPRIPSRLSSSGRLAADVTARLRGMSSPVGINPRRS
SPAPTVRGEPAHATRARTDRAESPDLSGESRRAESMTVDSDSESDTGPEVPAPTPTTVQAASSMKLHVAPASPAIPPPPP
PAAAAPAPTESVDMTELTDSDDDDANDFVEPPPKPAPVRRKRVRRATDSGSRAASPSPPAAKRPKQYGKRSGGAPKYGAG
NRARRSGSRSTTPPNGGAPTITNYFPAESVPGGRTLRSATAARAQHYEDRSSDFEKDGKRRS*                 
>Amac_AMAG_13333                                                                
MNHATAANAFDVSSLRDAVPIATPPRPARRSARSKSPARPLSTAAVPNPAPIKKPVEVISLLSSPDDDSHDDDPARPGSL
DRASTVAIHRRPHEQLDAYLASISPRRGGARVPPTAIINAVDQKYVIRRSDIDTLVSDQWLNDEIIMAFLARTWQRVADP
ATVHVFNTFFYPQFAAHGYDRVRTWLRAPASRYRLLVVPINFNYRHWALATIESHGPILSMYDSLPSSASAEKVLRTLAA
YLEAEAHDPAKHTVPDEAGPVDPITVPAGDSLDHMALRQPRHGCTQTDGSSCGVFAVAFGVCKMFGLPVAPTTFAQRMQA
AFRRRMAYELVGNIMMRFGAAPPTSVPCPPRRVHSSGPAKAPDTSALAHGTAAAKEPVGTSKTAAAKTTTRTATKKEQVL
DDTAEDPLAPPTAPLQPPSPPLTKEPLVAVLSAAGTATTASPASTVLPPTGAPPTPSPLIRSHRARAHRRKIESKR*   
>Amac_AMAG_15567                                                                



MRWSITKIARRAAAMYVVALIVDIRNDTGISIFHVPPSIVRLAVELGDPTVAAAMLAGSPLFHADVLFIPVNNFQGNGAL
SGTHWSLLVFDRHNETFFTYDSLGRANQQAARDVAKLFWAMVEPQRANVCPAVQRQRGPRQSNMSDCGINVLYVSRVLTE
RLLQDARHQGDQDAESVEMDWYVPSPLDNGLAGVRRAIREELQGMAALREAAEPTAK*                      
>Amac_AMAG_16609                                                                
MTNDPIVLSRGDVSLYASDLHPTIAAAMLAGSPLFHADVLFIPINDFQGNSALSGTHWSLLVFNRHDETFFTYDSLGRTN
QQAARDVAKLFWGMVEPQRANLCPAVQRQRGPRQSNMSDCGINVLYVSRVLTERLLQAVRPQDDQGAETAEMDWYVPSPL
DAGLAGVRRVIREELQSMAAMRAAAESVPAAK*                                               
>Amac_AMAG_16807                                                                
MTTDAFDVTSLRQAVPTATNAPPRPTRRSARSKSPERPLSTAAAVPKPAPKKKSVEVISLLSSSDDESSDDDPALSTAPA
PWRSTADLVHDASVFPNPFTLSRAQDAQLDNYLVTISPRRGGARVPPTAIINAVDQKYVIRRSDIDALISDQWLNDEIIM
AFLARTWQRVADPTNVHVFNTFFYPQFTTHGYDRVRTWLRSPASKYRLLVVPINFNNRHWALATIEFPGPILSMYDSLPS
SHSAEKVLRTLADYLEAEAHDPMKHAVPDEAGPVDPITVSAGDSLDHMTLRQPRHGCTQSDGSSCGVFTVAFGVCKLLGL
PVAPTTFAQHMQAGFRRRMAYEVVGNVMLQFGAAALTSGPRPPRRTGSEPAVPGKAPDATAPMPDVTVAVKEPVETSKKA
ARKTTTKTAMKKGAVPNDAGRGTRSHHQLPPFNHLHR*                                          
>Bden_Batde5_91600                                                              
MVSKTPMTDDNKPKGIPIRVPGSSSGPVVQIPVKSKNIYKSNPSVSSPYFRNNTEGRAAKASTLKPAIGIKQSPEFRFSE
KTRAHRILGQFTSQYKDMQLSAPNHTTSTSRGSIVSFGKHQSESRKPNQTFVTIDPLQDDIIAESSPNDSCYELDVYDSK
YKSKQLQMDTSKPTVANSAHRAVHTDSTRVVVENGMICLSQSLDSDMDSRLKTTRKQDNSLAYVSINNTNCAKRLKESVV
ASLKPKPGTSTTGIESACLGQKLSVSIRKNQIFKRGVQESCWTNVRLCIDLNEDSVSLKSKGNIFMSFSRSNIESFQWGI
IKSRFFLSLSARIMINSNYIQFHFEVAENKSSFQLFINSVKKYYFKEFKEMSPTSLQVAACLILGGEVNQSLDSQETLMT
QSTALTLTNDMNSQTIRPELSDTGILKRLSNSALPNLFSLSPKPTSTFNSVPTDNNTDSKTAVAQNDWHTSKTVERDEGT
ELFVYPFEEHFTVSIKDTDHDRLKEGVFLNDSVIEFYLKYLQQQPNSGLDPKHVHIYSTFFYQTLTHSVASSSRLSRDTA
LDIGYDRVKSWTSKTNIFEKKFLVIPINEAYHWYLAIVYNPGALLCPQKPLPRPTVLHKSGQALSKSRNLYEASNRPPQV
LRRSTIESKEIDAHDFFDMTTKSSRKSPRQVSPMKLLTRQEKNQVIVLDEETRHIVPHSLQHTRMKVDNDEDSVVRDTTG
KNESRDAVEICLGHDIDNAQSSPSHTMETSTLLSLKKPNSRSVLSAAMLAEYAEPQAAIAEDCLYSDSMHQESHQQKGIA
SSIPHEVSSDDSDEPVLQTSVILKRKIASPVRPLEVQAEKLDGPLAQCHIIVMNSLGGSHPVTMSSIKRYLILEAKSRHG
VDVSRDAIRGINARVPEQPNFCDCGVYVLEYVQRFFENSDRMLDLILSKTHESREETRKWFTIKDIQTKRIDISKIIGSL
AEEYGKTDMAIKRKASRAAQQRTSGVKSAMGDGYALGGSESVHLDEDDDVLIVDGPSCTNK                   
>Bden_Batde5_27499                                                              
MSVILSYGDVQVTDEDLATLLPSEWIGDGIIQFYYEFLEHTVCKSREILLIQPAVAHLIACSVDKTYIKAALPPNINSKS
TIFIPINDSNGSQNSGCHWSLMCYYRPTNSYYYYDSMGNANIRSAKQTMNSICGLIGSSSPAFIAINTPMQVNGYDCGVY
VMAITELLCNRMASKHSHVTDEPESLSFWQITHCIPPHFISEKRNTIRNLIIHLAGSKPQNQQ                 
>Bden_Batde5_14763                                                              
MSPGVELLVQGFSVSICKKDIHTLKGSSWLNDEIINFYGQLCMKRSKDFPEKYPKIHIFNTFFYEKLRTQGYSSVRRWTK
KVDLFSIDLIIIPIHIGMHWTCAAINFKASQFEYYDSLLGDNYLCLELLRDYLIQESNDKKKKQLDLDNWENWIPKNIPT
QQNGYDCGVFTCTFMEFLSRQAPFTFSQEDMGLIRRRIAYEILTMNLLTS                              
>Spun_SPPG_01279                                                                
MNQSGQKSKHFDTEVEDILDSEDEGKSGINGTQRRMQNISGKTSQGTKRTGIPIVVPSNEKRRKNAGDITDSSSRPKSSN
FFGSYFSYASSPVSSPAPHSPFPLLERLVTSRDTKDKKDTKNRLNVNHIRGSQNLGARKRITSSENAPRLLFHNRPTSER
ETETEFVDVDDSGVALVEEDLVQSLFDRSFETIKPTITPHKEQAVAKQERPKTSRGRPSPATLVPPADSTFEESPQKPVR
TPKITERMKPHAIVRVPSNLSQRIGDFPRLPLEYVIQDGNLVASNETEPVLKVHTDVKIRWASQTQIDIKGSSVRRFGYV
QGVEISGVLIDSTEHERIYCFARKEDLDTFLPLFSRCPMGGVARQLSGRDVIQMVDFYNNAMALANPRKKRRMEAAISDN
AKADGPMATRRSTRTRSQTSWNEELFRYPPQGKNSVSVRQEDYDRLDDGEFLNDVVIEFYLKHLMASLGDEVLRDQVHIF
NSFFYEQLAHKDEASKKGGGDRSGYDRVKKWTSKIDIFKKRYIFIPINENMHWYLALIYNPGALLQPQLVDEELDDIIRP
SPGTLSPEDSDVFAPDLPAEADVELDGNPDSTIEVLSSGPASDEIPEENEVVVVHSQDPQEHKLVVLKDSHEPVHVISSG
ESPKRKPKRTYKGKKALSENELREKEQRDIEKRKLRTTASLRQCNVIILDSLHGKHPAAISRLKGYLAKEAEAKLNVQID
PKAAQGIHAKVPLQTNHCDCGIYLLYYVEVFLRDPRKYLHLIFNRVANEDAWFALRDVKQKRSEIKKVMDALRHEFHLSK
TQECIPEKSSTSANASSRSSSSSGGSAKGSSR*                                               
>Spun_SPPG_06799                                                                
MDTLIAALTNLSVCAPEAAAEREDVIDLTTVPDTLDPLPTTQTTTPSLPPLSSKTLTASQKSLLKSTFAEHPDIGALLSR
TWLSSDTINTYLTLLTPLRPTILFLNTYFWSTLTKDGYARVKRWTRRYKEGIYGFTKVVIPIHTGCHWCLLTIDNSTRTI
TYYDSLLNDPTPKFRTLLKYLAAEHADKATGNLPSYSTHHAKCPQQTDGSSCGIWLCLFIRKFIGDDVSLDVEEFRWKLA
WELVAGCVG*                                                                      
>Spun_SPPG_07888                                                                
MGAKRSRDSDVDGDVLPPSKFSIRSWCTFGGTRGEKSFSRGADSSSRSWTFGLLGGGDHVGCLWSAVRREKYTFSPVKTP
SSLDAVCSLATAPNVFAETGKAPDGRDTVESRLWSAVRSQRKARHAAAHLKLIKSTMPQHYARIIGATIKPDTCENGSRN
FAKRIRVRNGSQGPRVGKDRMLKALTERAKEALRLSGILLETKPETPVYADLVSKRNQIERDLQEFKDFAEDEWDEAFPR
RTKPFAALSVEQEMQIESALAPGPGTAVVVSGFNVDMTKTDIRTLLDGNWLNDEVINFYGQLIMTRAKEDLARYPKLHCF
NTFFYKYLTQNYGLVRKWTRKFDIFALDYVIMPVHLGNHWTCAVINFKRKRLEYYDSLHGGHSSIFKNLRHYLEQESKDK
KKTTVDLSEWTEHVPKNVPVQLNGNDCGVFTCLFMEYTARERAFDFDGTHMPYFRKRIMCEILRKRLMID*         
>Spun_SPPG_08120                                                                
MTTERKPILEWHDIILYPEDVALLDDGQWLNDAIISFHYEWMERELFKNDPAVLFMRPTMVALVSQSAEPVDALKGVLPP



NLNERAFVWMPINDGSGLKGGGSHWSLLVWHAGGNTFYYFDSLKGANVEFARQTAERITPLLKQEGQTAPGFEIVNTPQQ
TNGYDCGIYVCSLTGYIGGHHLLPAVNNPEKLSSPEFAKQALQDPALMRIDDAAVAAGRKFLKETIFKLAENEGEAK*  
>Ecun_NP_597418                                                                 
MDSEELREENPHATGGGHGSILDTVPSRQSQLDAVAEACLEVSTAVKREGYELLPEDIRRMRDGSLLNDKIINVYFELLA
KHSKATVYVFSTFFYTTLSRRGVEWVQRWTSGINIFENRLIYIPVHIPGHWMLMVFDVREMVLEHYDSMGNVYRDVARRV
SGYLRDEWRRIHGKDPLISIRLKRKIPLQRNGKDCGVFVCMFGRYRLCGDREWLSSDDIPRFRKMMLHEIMSSRILYRTF
HLFA                                                                            
>Npar_EIJ88808                                                                  
MDWLDDTDINLFLKVIVDSVEHAAMVGYPIVNPDRISTLVCSSFYFESLRKKGMECISRWVQGFDLTKISNIVFPLYSDS
HWSLCYIDVKAETAIVYDSMRPMHSNLSKVLLTHSFVKIVLYSERCAQQKNGHDCGCYALYYATCIIRRKRDRLNLEVPH
KFIKKVRMWIKQQKKSGRIA                                                            
>Ttra_AMSG_00044                                                                
MAAEKKQSGRVGLCTLGGTTLLQSELELLDDGAWLNDNIISFYFEYLVRDVVAGGDGDGDGDGDGLPVVFLPPATVFLMT
AVPDPSMLAPSFEPLGLGKAKQIVIAVNDKTSLTDHIGGSHWSLLVYSAEDRTYRHYDSAGGCNAAAAADIAAVVDFFVT
YNADPPVSNEASFVADRNTPQQRNGYDCGVYLLHFAHCIAAGEPVTARPDRLVAMRLHVRSVIDAIAAEQRE*       
>Ttra_AMSG_04776                                                                
MSARSPSSRRPILDMLEDRREADEFRASLVRLPSSPLASADAPDNAGLDDVIVISSDDDNESTAPVTHAPLREDSAYAKA
KALSLERTRLRREERTRLMGSVDELEGGPSKFVALMTDPSQPRDPRTPSRMDAALETARRRRRSSLAAASGASSPDASAT
DSWRSALRMAEIEEKSARARAIAEERARLEKYTSREIEAALRGDDDSGPHADALLSAWSAKLDDRERNMLRQAFRAPPAQ
QLACVGSIPITGHDFASLGPGEWLNDEVVNGMVVMLQARADAEAAAGVGPRCFFFNSFFYASIYELRCRYNYRKVRRWTK
KVDLRDIDKVIFPVHLGTHWTLAVVNLRDKRFEYYDALLSTNHAALDTMRRWIVDDFADKHSIELDVSQWTDYVPKDIPV
QRNGYDCGVFALSYANFVARDCDLVFDQKHMPQFRKRIALALLEGELPM*                              
>Ttra_AMSG_06101                                                                
MTRLYPDLRPPKAGPGIAAPVVSGSPFASCPSCGVALAEIGNSVVAAALHTPVTPPCKPRRTLLLCTACFWAYAAGWVLQ
ADNASYLTLGRSDVAINLASTRIVAVVADATGVETPTWAELVDPTLPLAPGGKKRGPKPKEKARLKGLLAELNKGTAHGG
GVASKYVAWRPDLIPPGETVESYGMPFSVKGLRKWGASAAGTPAWKQVFGGSKSPSSHKSAVDGLRKYFDVVFGSGKRSM
VWHRRGFQPGASSDTLASMGYKDAVKVTVARSMNIYLRKKSMAKSGGKAKREAKREREAVAESKPEPEAAKPIVAATSSL
AMPLPPSPSEFSPNSNGDSMPPSSSALPTKTYDVFICHGSYDKGYAVALRDRILRVDQSLSVFVDTSSLDGIQCEYPDDC
ADIVKASRVVLIIVSAYFLATRWAVAEAKTALCRANHCKVFPVFLNHGSLSLATFKAFPAPHKLANLNDLLAAAEADHAA
LQDDPSRPDMQKAAESAASALHPIIKLMYSYFQGPDQEHQFQTWRHRHLTPTDKVDRVATAYALLDHGLEPYDAHQNSVE
ALLEDLATRSLKVLSTIDAEVGIKPEVAKFANGEPPPKLEATKPPDAEPKAKAFKPFRRELKLEVVKAVRHELKRKCKRR
PEAYRRLRREVKLLDTEPEPKSEGAKLSEAEAKTPELPPEPVQLAYVPLPSNRAAVVRELLKGASKVAGDFNGLGGCGKS
SLAEIAAQPNVVPMFEHLKREAKRKRKREVAAKSGPKSKAAKLLGTDERMTRRGWLACIKPPLSPFEEERVDHVMRACTA
RGVADVGNITLTRAHFVRLEPGGWLSDRIVNAYMELLQAHFNRFTRHKVWFTNSFLAAALYLDRRTLNYGRVSKWLGNAV
DGGIMSLAKIIVPVNLDNSHWFTVAIELGPKTITFYDSMAGEVDSGLAEALKEYVALQVEQETGRRLDMSQWHVVKPVGL
PQQTNLSDSGVFALAFAAFVAADAEIVVGPSDIPGLRRAVAAALLRGRL*                              
>Ttra_AMSG_10461                                                                
MADEYEFEAESPTELALPQTPSPKLRKASSHRRRSRSGASKANPVDVDTSKVPAVDLVTVLKAEHRTSASASSSQYNSRA
SSAIVPSSTRTRRLISFAKKPQDYLRPGQTLTPSLFAKIESSARQSAQRDIPSTAGIAVPRAISERKSGSRTRVMRDRHG
KAAPAIRRRPPTGRNQQTLPFSQPSTPSPVRVLARQAKAVGSVNGSAFATAAPAAGEEIEFTQRLKVSCGPYAKFVIADG
TRLDVKSLVFFPKKLTIEGEDSSHNGELKPTRFKIVVPYTSVGSVAMYYPRDRIVEHHHVLEPYMHVTLTGSMTVRRVSE
GSRKTESSSDVIIVFDGGLVTRLRTCLDSMWRKLGLERELNGKLKQLKNQDEADDCLAILQQYAPKCVGDGGGVAASRRR
RSSRRRRSTARSSRATLIDIDDVASGIVDVEESDKQLFVFPDVDGAAAAKSVVITSRELRMLEPGYFLNDTLMEFYALYL
QSAKAEYDGRVTMHDSSYHIFNSFMYTKMDSGVAGIRRAVKWSGKVRNMLDADFLFFPIHKAMHWKLAVVIGYASALRPQ
RAASRASNLRPLILVYDSLHPRNAQHVPSTVRDFLVADLEARIAADSLPPDITPEAIAEPREFFRQFQGQGVDGTLQQNS
CDCGLFVLHVIELYLQLSPKKVTKNHLPVDKTTFSQEDITTKRVEMQSIISKLAEDWAATHGAAEPAVAAAVTDDDDDEL
IAADNLHDLEVAYSAMCQSAAADAEADESEDQGEDDDDDKAVAVPTEETGGSGSSSGSGSSSGLEASAEGDGDDGSDGGS
DGASDDRSDDGSDGESDGGSDGESDGEREDKVESPEDTQPVVEIVSTSSSSSSSASSSSSGSKGEGESEGELSQPKIVAD
DNSEVAVDTTAEVVAAELGQEPSPSPSSSSPLSTSSVLTSSSSGPTDAGRGSMASELEPMDIASRSSSVELLAQANEAGE
TSATAPEEAEPLTTQEDDVLFVVPPDEGDDFGESRKRRRSDDDNHGQRPSSHGTSKSSKLRKAKKRKTRHPTPIKPSGSP
SVPNSLSARRGRGKKALSRSAPASASVVVSPAETLALVDDGYL*                                    
>Ttra_AMSG_11237                                                                
MRSVDSGLAEALKDYVVLQVQQETGRRPNMAQWTVVKPAGLPQQTNGSDCGVFVLVFAALVAADAAVVVGQSDELELRRA
IVTALLRGLVVDPQLLDQHEEA*                                                         
>Ttra_AMSG_11537                                                                
LEATKPPDAEPKAKAFKPFRRELKLEVVKAVRHELKRKCKRRPEAYRRLRREVKLLDTEPEPKSEGAKLSEAEAKTPELP
PEPVQPAYVPLPSNRAAVVRELLKGASKVAGNINGLGGCGKSSLAEIAAQPNVVPMFEHLKREAKRKRKREVAAKSGPKS
KAAKLLGTDERMTHRGWLACIKPPLSPFEEERVDHVMRACTARGVADVGNITLTRAHFVRLEPGGWLSDRIVNAYMELLQ
AHFNRFTRHKVWFTNSFLAAALYLDRRTLNYGRVSKWLGNAVDGGIMSLAKIIVPVNLDNSHWFTVAIELGPKTITFYDS
MAGEVDSGLAEALKEYVALQVEQETGRRLDMSQWHVVKPVGLPQQTNLVGNSGWWVATTTPWG*                
>Ddis_XP_641968                                                                 
MSDPLIVSYNDSAIYQSDINILKSNQWLNDSIISFYLEWLKDGGEDNKNKIPNQVLLLSPSVVFCCSFVESEQEIQLMFE



QPLSLKTKEVIFFPLTNNRDPNVIGGGTHWSLLIFIKSLNKFIYYDSINSFNSSDAIFIISKFKFLLSSPPPKTNLKEFL
INQKTPQQQNGYDCGLYVLSIIEELLKLIIKENENNKGEENKISYKDLLLSEFTNELLFKEITPNYIKDKRVEILNTILK
LKK                                                                             
>Ddis_XP_629102                                                                 
MSTPGMFDYLNDEMENSKNNHIVVTDGGNSTFSVTRVGLGSQETKAPPKVDHYVLQENSIEGEEIKPKSYSKSKLRGTPD
YSFFREQQQAMDQQAQIKEVKTQNRRPPTLISPPEGSDINHPIKEFDKSFSKGCLGAEVPIFLIHINEGQTLKRVSSAGS
NGRQSSTLDFTMKGPIVFCLHRVIFRTCNFTTPLEFEISYKELTLVKVTKSITNKFDLQFEILFDRGTSYLHNESPPKSN
TLNGGSFTFISQDKNFNADWKFYLDKCALKYNSSVGGGSSSSNSIISSSSSSGSIISSSGDIIKPDAVDIYKRLRRLENS
PSEKTNNIGGSNITTIKDLKNNNNNNNINSNNNNNYKNFTSYSNNNYRSIKNTYGVPVSTIKDTFSDDTLSDWDKPITTI
TKPTTITTISKPRKEKLAVDGEEIVMVYPETQENNKMSQVKIIRNDIKRLEPGEFLNDSIIEFYSMYIKDKVLTEEQRKK
YFFFNSFFYKLFTNEDNENLAYEDVKKWTGKEDLFSKDFIFVPINYAAHWSLMIICYPGADKVVGEYEKSPCMIYLDSLF
KRPGQFANKLRKYLTLEWKNKKAVDGVTPLREFNQDNFPYHISHLPLQNNGSDCGVYLLHYLELFCKEPETSFKKPLERP
GWFSASAIHRKRREIKKLIYEIRSRQYPNARSLEEEEKFDLIYRSGAPSTNNINGSNNNNNINNINGVNINKNSDGFGNG
SIGYQLGGASQMDSSSLEIIDETPTPQKYKLKSTDNILNDSTEDFGFNDSDNDSNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNIVIKDKKEKDKINDKTIVDEFDVEDKTINTKDSSSFDLNNNVNKQQKQQQQQQDDLEQSKQSPSLSSSSNSS
RLPGKKKFQPASTISVSKNFNNEKGSGSGSSSSSSSSSESDDCDKGKKPKKKESGQFIQNRTIKGRLPSNETKKRDRNSS
SDEDNRKSKSSKKKSDSLSLKLKQELGDNEKNSLFEDFSVPPVGRHEKKNIVSIGGVYSEDLDASIEVDSLSQDE     
>Ddis_XP_636167                                                                 
MDILNNKRSRTRSSSTQKFKQQRCDYLPPSEPDKFSGKGTSDSPLSLDDSDDDNTCKIVNNNSNSNSNNSSNNNNNNNNN
NNNNNNNNNNNNNYNNNNNNNNNNNNNNNNNNNNNNNNDNNNDNDNNNDNNKNNGETLSSDCDRDSGDETQEILVDPNNI
YLSPKHIGVGQFPTLPSDRIILFKDGQIELTLPWNFLAPNSTINKDCEIILPYKYLKEFIVSCYKSFINIDILISEFYFT
KKWLVKQSQNKNYDFGITNTITFKSIPRDQFEAMKPFIIKKSTNLKLSMEIEDHNKLDRVIAYYPHINSTKEITNYNDIV
RITYQDKCRLEPNQYLNDSIIDFYIRYIKDHFVQKEDKNRFYFFNTFFYNILTLQNNIVNAFTRISKWTKNVDIFSYDFL
FIPICENSHWTLMIVSFPNQDFSTADNRNKPLIIFLDSLNSQRLNNINKKIREYLTLEWQSKKSNPSNGTIPERKFTSSN
LPLVRANVPKQDNLFDCGVFLLHYIELFCRNPEKDFEFPVSFLNRPNWFKIEDIIAKREVLKIIIEKLEFEQQLDDDDSV
ETTNNLDKTSVTTTTNLSNDQFVDIINTNENNEKENNEKENNQNENNEKENNQNEKNQNENNKKENNENNENNENNENNK
NNESNENNENKDTNKNEKVEEKKIEITNEENGKVKYRENENKKEKESEDESEKRNENENGKETIETEEFTFFNAVVQIQP
LDMKQIEKETNRSPPSPPSPQQQQQQQQQQQQQQQQQETCDSIQHQQIHNKQSINGKN                      
>Ddis_XP_629677                                                                 
MTTQYNNKVGTLFNSLKRKLFEENEESHNNLQYTSSSTTTTTTTTQPAKLNTNIPLKKKRNKYYYNQYQQKQQNHQHQQH
QNNNDKHSIFKQLIPDFNLHNIVSSVKSYLFNNSNNKTFGLFYNPFISNNNNSNSSENNNTKRTTPKRLPKSKILNRKRN
SLTVPNHFHISLTMDENINNNNNKNNNSNLNNMVNSLNIDDNDSKDDDNNNINNITQYDSDDNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNSIYLRDKQHNQSFVDYIQNKKENDDFNESVNGLINEYSTLS
VESQIKSPQLPKNTTTTTTTTTTTSTTTNRSSELISPTKSKFSDYQYFNNNRPSVIKKLSTSPKSSISTLQQQQQEESIP
FSLEELKSPNRPIYIESDDDGDDDNSFNNNNNDDETTTIDRFYNEESNYLKKSLISSFRPKETLSFESLIDQIEQNDDSI
FRNKMEKQIQKERDQEIGSLLQKLESLSSSSNKYNLFKTIEQRMEMEKMKKPTLRQLTQQENQIIDDIFKNGRPDDMISE
LPLAEVRRSDVRLLSPGKWLNDEVINFYMEVLKIRDAEKKKISGNNSFPKCHFFNTFFYPKLCNDNHTYNYEKVRRWTAR
INLFEMDKIIIPIHLGNHWCLAVINFKAKQFEYYDSLLGSNKECLKKLRKYISDEMENKKKEGAVNLDEFQDYMPKEIPI
QQNGYDCGVFMCKYAEFCSKGANLTFTQEEITQYRRRMVLEISKKQIID                               
>Ppal_YP_003422569_1                                                            
MAQRIVDNKLFFKGYYKMCTQYILQCKTCAYRDDMLSAVHIETTVNFDDIDYDSFNEVFTTPIIKVKPTTNNNPSTAIHS
TNYQHTGQLPTIKSQQKPPHINSPNQQLCINVDETPTSSSNIFIDVHTYHSNFTLHSLDSILPGHYLNDDVIATHLSLSI
HKMYSNCRIGLVNPLTIQHIINEDIKFDLINNHLYSCIIIPIVKSTHWSVLIVFVDIKTVIHYDSLNIHRSSVDWNKLSS
LIGVGMDSIRFVSPNSQEFKWICQNNATDCGLFALFFAEYTLYYQYGRQTNTITYFNNNNNWIFNSLPIQLNSTTRIIET
NITNNDLNTDFNKYISNEYRYHVMDNIVNRNNNEHRWSLFYKQN                                    
>Ppal_EFA83280_1                                                                
MITRKKRNNLGFPPINLKYDRHGIPYETDSSGNPLESLTKPPRRTAALQSIQSITRSIQLEADDYEQDSTPQFMVTDKRG
TSDDPFVLDESDDDEDNDKHVNNNNINNGDNTTSSNVSERTTTTTTTTTTTSSSSSSSTSTDDKDQSINGDNNSEDSNNN
NNNRNGDEDTSNMVVSTVATHDSDGNIQLIARGISVYVEYDYPLTSPVLFKEEYIEIKAPFSAINTNNRQKFDIVIQINY
EDLTKLNVNFLKENTSIQIGTKAFSFTKHWLKIPKICKNYDLGIPNQIWLKGISKSDYNGIQQLICDKSHWIKLLLKTET
HGLKKEKIVARYPPPKENPNIMDIVKITSDDMHKLEPFQYLNDSIIDFYTRYIKDHYVADEDKDRFYFFNTFFYNNLSTK
KNMDEAYKKIAKWTGSTDIFSKDFLFIPICENFHWTLCIISFAGQDYETSTASNKPWIIFLDSLNSHRLVSITGKIRTYL
SMEWKYKKSDPSNGAIAERVYTSKNLPSYRPSVPKQDNMCDCGVYLLHYVELFCRNPEKNFESPLNRPKWFPKEEIAAKR
EIIKGLLERLHYEQMDEEELAEEMREEERREKERMEREKLLESKSININDSFEEVDKEKEEKEENEKGKEEEKEKEEEKE
EIEIEKEESETEKEKEVVKEEDIRVDGKEMEIDKEIKTNNEKVEIENKEPAVGEVVEQEKVKEKDDEKMIENESKEIEGD
NKENDKDINKGNNKEKEDIEIQQIEKNQIDQKIESTTPIETKEEEKDLNVETPEDITIKCDIADMEPLSENQNEQYNDSN
GIVSNDNEENKGDSLLKRKFSETNDNLNSDNDNSEESALKKQTK                                    
>Ppal_EFA81807_1                                                                
MSDDPIILSFKDASLYKSDLSILKNRYQWLNDAIISFYFEYLSDTLLKDYLEKITLMSASTVFMLNYVNGDDVAELNSMI
GALDLPSKEIIFIPINNNEDPDQIAGGSHWSLLVYEKVNQSFYYYDSISGDSNYAYGCVIARKLYKLLTGQQYTSSKISK
RNTPQQRNGFDCGMYLLSITENLSQQLIENYKQNNQQPLKITSDIESSMYKTITPDYISIKRNQIYEIVEKLINK     
>Ppal_EFA81103_1                                                                



MSLFITMNNNETTFSQHNNNNNNNNNTEISNVVDLDVESQQQNSSSDYLNNDNSIYIPVQNLKRKYTTNNTDQQQQNNNN
HFIGRNTTNNNSSSNSSSNTNRYSSSRYTNSNNSRSYKQRNQSPFKKKQQQQHSSQDINLFHSQHFTVPEYTMSNNNDNN
NSNINNDENDNDNETVSNLNNENDSQSYNSTNLYYTPKSKQSFIDIYKNSKDSIDLRESINNLIENTQSNLNLNSEVPTS
SLVYENEENINNNRSSYQPYRSLGSQQQQQQQPRLSSSYNFSRSTPPTTRYQDNNSNNDNFIYSSPNRSTSTTLITSPTK
TPLKSTLQNQLQNAEDNNNHQDTPLSIDDLYTSTTTTTTSTSPSSKLKSISYYDSKSTSLMSSFRPKSIEIIDSTDNERF
YDKVNKSKQVSRDEDITSLLEKLQSISQTHSWSFIKQLEKRIEEQKKQKPVLKPLTAAEEKTIQGVLTERNDNLLAEFNS
ITIYRRDIIKLKPGGWLNDEIINFYMELLKKRQEDNKNRYLNCHFFSSFFYQFLCNNNNTYSYQRVKKWTKDFDIFAKQK
VCIPVHLGAHWCLAVINFVDKRFEYYDSLLGDNSQCLTKLRRYLEDEMNDKSKKGVINLSEFTDYTPKDIPVQQNGYDCG
VFTCKFADYTARGLPLDFTQKDITLSRKIMILECINKDMLS                                       
>Ehis_4_m00647                                                                  
MTNPYDGYIQQILELKHQLDEQSKFVEEEYFESFNQIKEIASAIGFEDDKPIQPYQVGYQLSHRDIIMPSLPKEFSNAID
ELKRGKCNSQIGISELLKSLRTEWLGDEVVNGFIELLQNKRIGFLNSFFFTKLSKNWSLSGNRIDYENSKRWVKNNDLFS
YEKVLIPVNISNTHWVLCVIDNDEHTISVYDSLSGGRSCQNISLKIAAFVRRLADETGHLGTYNIIDIDDNPKQSNGYDC
GAFTCKCADCISLGVPLEFTQKDMPKWRELLVAQVIVGKLIVPRD                                   
>Ehis_35_m00258                                                                 
MNNDEVLLESDGVIIKQSDYNRLEEDHMLNDVIVNAYLGELEKQFISCHFKVFNTFFSAKIHSICNVNDDDLREQRYNQL
VNWLKDDENLTDLRFLLFPCHYESHWFTVIVCNKTQKSQPQEDWERINSDEEGAVFEIEIGKEKSYCENYKKSDIGTELQ
DPLSQTLLDSPFKKQTTLSLNSEINTSPNLFFSSQNSTELKKNLSQLRDASISIEPCCEDYIDSPCILVIDSLKSISQTN
ELTNNILEFIRWEYKRKEKEKKWDEEWEQHKRILSLDVPQQNNGVDCGVFMLYFIRKFMEYTPSDGTKFKQIVGDIDPKK
ERLYIKNVIRELINRKTNKVMLD                                                         
>Ehis_99_m00181                                                                 
MTSQGINLIGESILNEETKNAFNENGKQWQIECPMCFYRHSCNLSKQVIQLDKLKLLFNGGEISVDEITKFVIEKKTNAI
ILQIHCKDSDDNAFFLIQQDSKPFIDGLKQVGLIEKRRARYDSSPGSFTEKVDIYLKQLENETKEEREKVIIEDIITPHN
EKGRIVLNEHKHQTLKQRKGNKSKIEKKGLTTECIDLVEEEEIDLALHNDSKKPHPTISLRRITRKLSKEIDDREGVELF
RYNSIAIYDVDIKRVRGDMLNDIIINFYIEFLQNELQQKQYYFCNSYFCRKLESGNFNELVRWVKEDWFQKKFIFIPQYQ
GDGKSGHWYLFIVCCQMYKKGEEKSKKSKEKTPSKKNDDSFELDPCILAIDSMPQNDSKIGIIKKLKRFIASLSKEGIHQ
LDKVVVDAPRQRNTIDCGVFMLYFIDKIARTNPATLLELKNCLLLNEALNFREVIEDALTIASVTQ              
>Ehis_185_m00094                                                                
MNKPFPITPNTVPKRSIKHKTVSVKTNVCLGFKENLLIEATHLSLQANKIKIDIKGRKPFKFEKRELKSVAYQNLLEPDN
FIILELQFTETFVFLINLNPPLTLKQILDVIQAKQPFVGNINIKKKSFKDQIRIWSNVGCYIKKCVESKKINEMKQKEKD
IENTLQPSDNTNLISSQQEIENLESIKGKNKINDAWTKIFEEQDIHTVQRQERNNDFQPIAKRKNLKDEKKEIEEEIDLE
KDDEIEPIKKKKEQAAIDLEKDDFIEKEKPIILEDDGNSIKDTEVYFYESDGKDYTLEMNDLDVLNSLEMINDGIIDFYM
KYIEDKEMDQTYKGKMLFMSPFFLNKLQSYFSLQEYQLEHHNIKKEELLEKWKQFQSWLKGKNIFEYNYIFLPFHQNSHF
SLIIICFDKTSGFSDLNEVDTKQSLVEAPCYILIDSLHSEFMEDRLKTEMNLFIEEEYFKNYKECIDASEIMKEYKINTV
KQKNWVDCGCYMLYYIRKIASQPKRTLKEYQNVFNEKEAEEERKRISQIISGLNKKQI                      
>Ehis_214_m00065                                                                
MSISTIGDVTLYSCDEKLVKNGWFNDNLICYQIEYIKKEFPLKGILIIDPLGFVLLSLGDEKQLLNDLNAKEYHHIIITV
NDLTDNNTVNNGSHWTLLYIDILSKIGYYYDSVPSHSTFHAEILLNKISLYFGFPIAFHKAHCPLQTNGFDCGPHVLANI
YAICTLLSDNSHDFEVLHPHYTASEIRSLVYSEIHHL                                           
>Ehis_249_m00073                                                                
MNISVSTEFTEHEQNILKKRLMFNDNVLNFYLEYLEKKYGDKSVCVLSTFFFENMRRANDPNVDKEGQFYHCSRWFSKKD
LELKDLEYIIIPINVERHWTLLIYCLQSDRMLKGGKRKFCEEYEFDQRLNLLNEQIKLLAQEVQMNLSSVDENNIISEHK
YNECLLLINKMKELINHFEVIEFEEENKRINEDIPLNEIAPCVLNLDSLNISNTPKFLSYTINEFIAWMYQRINIYWDDL
EVNCIHVNVPQQPSNWECGEYLLYFVRIFLQYKPKTIKEFRSFLFTEDPTKERDLIQNAAIEMGFH              
>Acas_g937                                                                      
MEDKVVVTYGDTTLYESDVALLRPGEWLNDSVISFXYLAKERFKDHQDDLLFIDPSAMFMINFSDDMEEVREAMAALELE
KRSMILMPINDNASIDHAGGTHWTLLVYTKRDGKFRHYDSFSAQATVCTAAKRTAKVQGNGSVGEFLGKLPAGGMPQRIG
SNTGAATRAEMKRALDTIITATQQAN                                                      
>Acas_g5353                                                                     
MAVEAITNKTRAEAHMEEKDEEARRKEEEEEDENAEETHRTTTAKSMATTAEDNEIIHNYWSELNDRGEAVEDHTEWGER
IPKQKMPARKSQANQSEKVREAQEKTKKLMADNDLQDAFTGAITTRLVTGARAKARSRYDVQEKQEGEQKRTFSPADPPK
VSRPRTRQKPEPKPKPKPKPVVITIDDDDSMSQDSFAEASSAAPPRKRARGDTPSYYSPRVVFGRMDYADVQWEIRWEQA
ELAIRTVKQLTADDDGDPYAFDDGDGDYAPDEPKQRNAKRKECQPLARAAPNSTEDREFHIPYTDLARVAELTSTGLVAV
RTRTILSQIDSYYYDPQNRDGSRHYIHIYCSNGNEWREEWHKVKTILAEASIKTASITRFISTKKIITYPPGRSRDVVTL
TQADVERLEPEQLLNDNIIEFYLKYLYEEALFPDNAPQRDQFYFFNTFFWPKLQSLKSEDQMKNLLSWTRNVDIFKKRFL
FVPINDGFHWNVVAICNPGSIVHAQTPGAMDKLPKEEWPVMVHMCSLHSTAGHVFNKLRAYLGVAWNADDSRPSIKVTKD
SLLGFIPNLPEQQNGSDCGVFLLQYVEGFCRNPPTLYTKEDLKVTLNRSWFDNETITQKRREIKDLIARIACEQEPVTDE
PEQAEGPKDEAEAAAATTTTTPSPAGDAAVKSGSGDEGEAPPSCGGEVEVEVGGEETNKNETRMDSKNEDEGDDDNTQLP
IDSDDEMLKEMVEQEADDRMPTSGRRQTT                                                   
>Acas_g8576                                                                     
MEAAEDLADGLARLRLSKQEAGDTNRKAYTRKSRKRDAEKSNNLYKFRQEDERRLAAAFGKGSSEEILVTKFNIPIHRRD
IRLLQPEEWLNDEVINYYMNLLQEHCDRRYNEWQASKTAPSPSPSPQPTTANKTVSHRPRRKAKTKAQQRMRIQQQSART



KKSVAGTHNHDRDQHHEGDDGDDNDKAEEKREEEKKAETEVKETEERPLRCHFFNTFFYPLLAKGGHARVARWTRRVDLM
AMDLVVVPVHTHGIHWTLATAAPAAGTIAHYDSIHQPNPTCFDRLRAYFLQEEKEKREAKKKEKSEEKKKEERQDGGDDG
EEGDDGEEEEEERRWCMGNRAEECPRQTNGSDCGVFACMIARSCALGLPVSRVHQRDMPHYRRLMALEILNGAIIPSPPS
SPPSSPRPTANVDIGTSSSSS                                                           
>Acas_g10036                                                                    
MLDGPEQLQRLHTFGISPPTTTSSTAALTTPTSRIATFLTPLIKQVLVPNGRALASALFAVYGDIETSSTPSYSTATSSS
CATAPPTPPLPTVRQPASAPPSPPSSTSPSSPPDTDSSQYTYIDLTNDDYDYDDNRGAQQALHDGSLQLGEHYQAHEDDD
TEWAEEEQEQEESSEEAARRLEQERSVAEREWREGPLAAALREAALAPPTLSSQPRAPDLLYDMPAVHIDIDIDIDIDID
IVDPGFDRGRPAAEEEEEEPKEEPEAADDGEAEQDELSFPSSGRGGRTTFEHERLFWTSLAICESRKRVHDHNSADWLAA
INKSRAELENEHSAFERAFVRLRLKEQRRRLKKARAKWLADDRRPFTLEEKAVTSRVLRGRAAEVLVTGFNTELTRQDLQ
RLRDTEWLNDEVINFYLSLLKQRSDDRLKKADAQQAAAGEAWPRVHFLNTFFYPLLSDKGGYNYARVQKWTRRIDLFAMD
RVVVPIHLGNHWCLAVINLQDRRFEYYDSLGSSNRECLQRLRRYLQDEARDKKKIELDLADWGDHQPKDIPLQKNGYDCG
VFACKFAECIASGRPFYFSLGFFLLVDMPIYRKRMMVSILTKTLT                                   
>Atha_AT2G07240                                                                 
MLKKRVVTDREIRLRYACLALVDGFLLPTSHYPKIIKDHAEMSEDLQGFLSYPWGRLSFEMMMTSIKEREVEQLATTCVA
VQGLLYALQLVVLEAVPAIQEGPQIDEVVLSDSDAEAAADVATRPGVALKLGNAKNVDSNCEAHVEPIIFPNARLNPVED
LTWSDDEDGERVDNMTGGKTKVVRGMKAQSNARPATGMRRKNHGPIGEKGESSSGVYFDALSRMIDEKLKAQSEKILKGV
IHWFTENLVVDPDNPKADKEAADGDHGPHTDKEVALGDNGLQADKETGGEEQNSNPVSSPESANEYEESDFNPIPPPRQP
SSMQTDFTLPSFQGDQAISAVDDVVSFYNSVNVPTDPSGGASNTNKTNKVQSGEEEVGVQPEKNGNQQADVDMVDDLNAG
RAHQADVEMVDDINAAMAEQDVNMPSDGVAHPSSSTVSPPKSVTTENTALGPDVAPDPLNPVAPLDPLPSVVVVATSVVA
PNPPEESQDFAMFSSQIGSSQPTHPSALPTQALKTASSPITKLNDTPKVDNVSSVGASLIPNLPVTIVQRFFNPPPPSGG
KLLAGKDGGGPDGDVNQGRKSKRPRTLSSKLDGRFHFDKKTKLLVGHPSPFLSVGELASDPEVRYQRSLSKIKGKSSISI
VGEASLSHKEIFDIIERKKHFSSKVMDVLIKFSRHLLRTDDIDGEKLRVDVLGSKFVSQLTRLFPKFAKTLPPKDFIFPS
ALVDLLIGAGESNRVRLFAEADCVYMPFNFDKKHWVSLCVDLKAHKITILDSNIQLRRDAALYAELQPLAAMLPYLFRQT
SSSSGDISLQPFLLDRPHGIPQVSSPFDSGVLSVFLIHAHAVGGVEECMEFDVVALDVEVKKLVSTIILSGVAS*     
>Atha_AT2G07200                                                                 
MDATMHLFREKSSIGRLNLARVGLLDCIFGVRLNVEYKKSGGIRNHRPTNSQGNSHKIKWKNLLLAPYTLVHVLVPPDLN
KTCCDCGVYALKYIECHFMGLSLDMLDDVNIKDARLRIAVDLWKAAFDPVFIDRMTKYKPPKINSEIIDIA*        
>Atha_AT4G00690                                                                 
MALVPKIRNRTISDKPVSSSCTRTSSFRQRLLASCKRFLRFKLLVRASSVSLKKKAARCSQSQQVVKHNDDRIEEHSSSN
RGFKDGNNFLVSSTETKKLVAFCGEPFQPLNEEEVALVNSALSKRNRKKILVSHKNSNIDISGETLQCLRPNQWLNDDVT
NLYLELLKERQTRDPQKYFKCHFFNTFFYVKLVSGSGYNYKAVSRWTTKRKLGYDLIDCDIIFVPIHIDIHWTLGVINNR
ERKFVYLDSLFTGVGHTILNAMAKYLVDEVKQKSQKNIDVSSWGMEYVEERPQQQNGYDCGMFMLKYIDFYSRGLSLQFS
QVIRDVIKKDMPYFRLRTAKEILRLRAD*                                                   
>Atha_AT4G15880                                                                 
MGAVAINRKRSDESFNFINQQSTNPLRNSPYFQASKKRRFSFAMSEDSGKPASSNPTISRISRYPDAKAPLRREIHAPSR
GILRYGKAKSNDYCEKDANFFVRKYDDAKRSALEALRFVNKGKDFVDLGDEVEKEEVVSDDSSVQAIEVIDCDDDEEKKN
LQPSFSSGVTDVKKGENFRVEDTSMMLDSLSLDRDVDNDASSLEAYRKLMQSAEKRNSKLEALGFEIVLNEKKLSLLRQS
RPKTVEKRVEVPREPFIPLTEDEEAEVYRAFSGRNRRKVLATHENSNIDITGEVLQCLTPSAWLNDEVINVYLELLKERE
TREPKKYLKCHYFNTFFYKKLVSDSGYNFKAVRRWTTQRKLGYALIDCDMIFVPIHRGVHWTLAVINNRESKLLYLDSLN
GVDPMILNALAKYMGDEANEKSGKKIDANSWDMEFVEDLPQQKNGYDCGMFMLKYIDFFSRGLGLCFSQEHMPYFRLRTA
KEILRLRAD*                                                                      
>Atha_AT4G08430                                                                 
MHEMWCLIDRRPIRFSLYEFENITGLNCDMFDESDTGETDYKDFWNEMGVAMSVGPLFTELERVFEISKTWSLEKRMMVG
RLCLQYVGVHGIHHGSRVPLSSAKRVLDPVAFEKYPWGRVAFDSLLRSVKFVKYDGDSYVIHGCVQALLVWIYESVPGIG
EACGFRKTTLTGVPLLDWRSSKKRFNFTAFIEKEKAAHGQVSRHKRKQNQESSNEDGESKVMESTPADDVSHKKQRTGKA
HIKVDEEEKTSLLDIRNMLEKMNVTISDMDKNASSRLDGLEKKVTCLEASVKTRFEAVETDMRVLKESQPLVVCNEAATS
NNNDEYEANSNQCSWVVEEKSGSVDGLPIQRVVKKAVNSVKNMEAATKVLTKKKVAKSDKKKTIVNVEKVEKPKPEMKKT
AVKVEKVDSPKPEKKKSVVAPTTKTFDDDVVDVTDKVNADNLKMASRSEETFSNPLDQMANKATTDALRALQEGLDNLDG
ITSKRRRVPQLAGSQKYPSVGNSTVKRIITDVPSSSSVTEHLQPVSDDQFDRLKDWLEPDFEKEGLNTSNFNARFYWQIM
TPRSDWSTEKYGWLKDYHMGAAMSLFRRRFNRDPSKYPNQRIAFLDQDLISTMLKDYKQFQPDYRCFKFREHYEDQVNGT
AQCDAAKNKKWFVDVDHLYAYLFVNGNHWVALDIDLPKKRINVYDSIPSLTTDTEMVIQCMFVMTMIPAMLSSFIPSKQR
RRSYSKLEWKRITKIPENLDACDCAIYSIKYIECLALGKSFDGLCDENMQSLWTKLAVEMFEELGKNAGTLHSEVRCKAF
KFPSLMDD*                                                                       
>Atha_AT4G33620                                                                 
MTLRSVQSRSKRKPIDVFDYSDEDDRVEEESKKLLRKFDSPVTKKHHCAIDKYEFLRCFAKDTQSESKVLQHIVIDVEVP
VKEEPSRCELSGDGNSDLIDVISNGSHRRIGIDSLTSSSLSENDEVSTGEATNPASDPHEVDPENAQVLIIPDVIIYGDI
YCTNSKLTFSRNCMNVESSSVNATKGTFSCQWTIEDIIKIESQWCLEVETAFVNVLLKSRKPEGVDIAKDISGIDLLKFS
VYDPKWSKEVETIRSLDSRYKNIWFDTITESEEIAFSGHDLGTSLTNLADSFEDLVYPQGEPDAVVVRKQDIELLKPRRF
INDTIIDFYIKYLKNRISPKERGRFHFFNCFFFRKLANLDKGTPSTCGGREAYQRVQKWTKNVDLFEKDYIFIPINCSFH
WSLVIICHPGELVPSHVNFHSFDDEVENPQRVPCILHLDSIKGSHKGGLINIFPSYLREEWKARHENTTNDSSRAPNMQS
ISLELPQQENSFDCGLFLLHYLDLFVAQAPAKFNPSLISRSANFLTRNWFPAKEASLKRRNILELLYNLHKGHDPSILPA



NSKSEPPHCGVSNRNDQETESENVIECCNWIKPFDGSSSTVTDISQTKTCSPDLILSKEVSYSGGYDPPSSKLRKVFMSP
IVEEVQESCEKKDHLEMDIQKSTGHEIETLRKEGCMLYIEDSDDEEAVSVEYVSDSQDSYEVEMKVEDDDDDELIVTGES
SGIHGSREIKSDSASIERVNKSRDSTAASCYNDFLLVLSDDERSSDDKENILISSNVMAKPKT*                
>Atha_AT1G60220                                                                 
MTKRKKEVIDVDCSEKKDFVIDWSSAMDKEDEVPELEIVNTTKPTPPPPPTFFSDDQTDSPKLLTDRDLDEQLERKKAIL
TLGPGLPDKGEKIRLKIADLEEEKQRRVLEGSKMEVDRSSKVVSSTSSGSDVLPQGNAVSKDTSRGNADSKDTSRQGNAD
SKEVSRSTFSAVFSKPKTDSQSKKAFGKELEDLGCERRKHKAGRKPVTRLSNGWRLLPDVGKAEHSAKQFDSGLKESKGN
KKSKEPYGKKRPMESSTYSLIDDDDDDDDDDDNDTSGHETPREWSWEKSPSQSSRRRKKSEDTVINVDEEEAQPSTVAEQ
AAELPEGLQEDICYPTRDDPHFVQVCLKDLECLAPREYLTSPVMNFYMRFLQQQISSSNQISADCHFFNTYFYKKLSDAV
TYKGNDKDAFFVRFRRWWKGIDLFRKAYIFIPIHEDLHWSLVIVCIPDKKDESGLTILHLDSLGLHSRKSIVENVKRFLK
DEWNYLNQDDYSLDLPISEKVWKNLPRRISEAVVQVPQQKNDFDCGPFVLFFIKRFIEEAPQRLKRKDLGMFDKKWFRPD
EASALRIKIRNTLIELFRVSDQTE*                                                       
>Atha_AT1G10570                                                                 
MKRQRAIELDRVKKTMLNIDWDDALGDEEVPELEIIATDKIPPREPTLSGYEPAVSVRSLRDNELDDHLKRQRSLLTRLG
DKLADKGEKIRNRIGELEYEKQRRMFQQRTKMQDADNGCQILEKPKSSDVFMRASTASKDTSGQGTSGSKDVSRSTFAAH
FSDNLKMGPQPVKLVNDKLQDLGRGSWISKANRDSIIEKNNVWRSLPRLSKCKVSLKNFYSESKDPKGDRRPNEAYGKGK
PNESSPYLLVDDDDGDDDKVIGYETPRHWSLKASPLQSSSCRKKSDDKVINLDEDEPLSPMVVEEACELPEGLPEDIYYP
SSDQSDGRDLVQVSLKDLKCLSPGEYLTSPVINFYIRYVQHHVFSADKTAANCHFFNTFFYKKLTEAVSYKGNDRDAYFV
KFRRWWKGFDLFCKSYIFIPIHEDLHWSLVIICIPDKEDESGLTIIHLDSLGLHPRNLIFNNVKRFLREEWNYLNQDAPL
DLPISAKVWRDLPNMINEAEVQVPQQKNDFDCGLFLLFFIRRFIEEAPQRLTLQDLKMIHKKWFKPEEASALRIKIWNIL
VDLFRKGNQTD*                                                                    
>Atha_AT1G09730                                                                 
MKKNFEVFDFKEEDELAESAAGKLLEKFTNPSPCNSPVLQRQRIQSFCNEKRVEEEEMEGPSCAEPATAVESDDHQCEDD
STLVTEAKESRTILTFGLETTDHLEETDAEHVNQGLMLGLKTEDLAKETDIDHDNHGLMFGLNSEDDIEETDVDHRVESF
SCQLGGNSFYAETSSYSQRQLNSPFSDSSSSEEQIDMMSAIDESLSDRSALSEASDSEDDEEGTCYTFSLYFLIDMLGSP
MSDRVLISMLYALKDWMTEHCFNDEEKIDLSTAVIMTSEYVILKDMHCAASLVIFSCNGIKIKSFLANNEEVPFSCEFGV
EDIVSIQYNWYQNVGLIILRIRVLLKDENCHEDMEELKIAVKEHNWPNKQQKINSLHVKYPAVWNTDLEDDVEVSGYNLN
QQKRYFPSFDEPFEDVVYPKGDPDAVSICKRDVELLQPETFVNDTIIDFYINYLKNQIQTEEKHRFHFFNSFFFRKLADL
DKDPSSIADGKAAFLRVRKWTRKVDMFGKDYIFVPVNYNLHWSLIVICHPGEVANRTDLDLDDSKKVPCILHMDSIKGSH
AGLKNLVQTYLCEEWKERHKETSDDISSRFMNLRFVSLELPQQENSFDCGLFLLHYLELFLAEAPLNFSPFKIYNASNFL
YLNWFPPAEASLKRTLIQKLIFELLENRSREVSNEQNQSCESPVAVNDDMGIEVLSERCSPLIDCNGDMTQTQDDQGIEM
TLLERSSMRHIQAANDSGMVLRDLFDSGSNNTGSLLEQLQQPFEDPSSFYHLSNDSSAREQVDMETGEQFMCLNAGEGNF
QCITETTSPRASNSFSSWNLGIPLVQKEDETDLLSETSNSSNDSIGIIEDNPIENTHEEEIDESPPRETVSLKSATVGSN
TADHTTENEEPVSTHIELVVPSSQNDRDEEKPLEHDLEIGDKTSEDVGDDCDQKEPMEEEDEKRAAKRPRLSSPTGEAEE
MEK*                                                                            
>Atha_AT1G37020                                                                 
MGFNCDLIDKSATCEAGHHEFWNEMDVGTSEGPLFTKLECVMDISKEWSYEKRLMVESFEKYPWGRFAIESLVSSVKIID
YKKNSYGIHGCVYALWIWIYESMPGLREIYGFRRATTNGVALLDWRSSRARIKFKKFIETEKVAHEEVRHMLPDSLENMY
PKWSDLPENQDMTLDNLIRDIIHNRLRNNAWKHEKNGNESTPIDDERAELSKRLAAVENDLKALKESHPADVSINDVTSN
NKGDDATFNNDKEDETPNKELELQLKIKDATKGKKKKVAIMPKKASKIPKKKMAKVKEMKVSTPKVLKKTMRRDDDYVGD
VTEKVVADTLKMACSFEDTFSNPHVQRASEAMAIVLSSIEDQIKNLNDGKSTVKRIITDGAPSPSIPEHLQPVSDEKLHS
LMDWLGLMILIRKMKNDYNKHYSSDFKTYNWTGYYVNHLNGTSHTDAATNNKWFTNVDHLYGCLFVNENHWVALDFNLKT
NRIYVYDSIPTPVEELEMVQQCMFLRKIIPTMLSEYILEKDHKKSYAMLEVKRVTKKNPVNDDRGDCAIYAIKYIECLAL
GKSFDGLCDRNMQALWINLGVEMFDELGEFVGTLNCETRQKEFEIPRLNDS*                            
>Atha_AT3G48480                                                                 
MSRRRSNRVRNTNSKYVSSPARVTIIDDCEEDEYLHHRTCWKHIAAALSKCGSKPKRTKELEIFKLTAPCFYDECTRRGR
SERRIKCKYLDSKLRKKLNSKAFVGYLEDVWRGFSDEKKNSFVYLDCLWFSMYKSENHNIRSSVFDSVKTKQIFSKKYVF
LPIVYWSHWTLLIFCNFGEDLDSDKTCMLFLDSLQTTDSSQRLEPDIRKFVLDIYRAEGRTEDSSLVDEIPFYVPMVPQQ
TNDVECGSFVLYYIHRFIEDAPENFNVEDMPYFLKEDWFSHKDLEKFCDELHSLGTIH*                     
>Atha_AT3G06910                                                                 
MKNQSRVLNSELGDFDLSVLWDQILNFEGYGSYCFRPMDMDGYHKRSAGLNPCKHSGFSHSSRPMAPGIYRYPEVKSSLR
RQVHAPVRILNSGRDRSTRQGSGNVLGTFLTRNNDMWKRNALDSSLRYRTDREVIDVDDELGDVEMISDDTSREGVENVA
MEVDEVEEKAEMGNGLFSEVASLKNGSLRVGECSKANSSSLVVNRPVTDVTSFEAYRKVLESAVNRTSKLKDRGFVDFFK
ERGRALLRSLSSFWRQDEEPVEVVQREAFVPLSREEETAVRRAFSANDSNILVTHKNSNIDITGKILRCLKPGKWLNDEV
INLYMVLLKEREAREPKKFLKCHFFNTFFFTKLVNSATGYNYGAVRRWTSMKRLGYHLKDCDKIFIPIHMNIHWTLAVIN
IKDQKFQYLDSFKGREPKILDALARYFVDEVRDKSEVDLDVSRWRQEFVQDLPMQRNGFDCGMFMVKYIDFYSRGLDLCF
TQEQMPYFRARTAKEILQLKAE*                                                         
>Atha_AT5G60190                                                                 
MGNTSDDDKILSYEDVVLRRSDLDILNGPIFLNDRVIEFYLSFLSTVHSSTTISLIPPSIAFWISNCPDTEYLKDFMKPL
NLRDKDLLILPVNDNSNVEVAEGGLHWSLLVYYKEANTFVHHDSYMGVNRWSAKQLFKAVSPFVSNGDASYKECTDTPQQ
KNGYDCGVFLLATARVICEWFSSGGMKNRDELWFANVKETVPDLVNHLREEILALIKKLMSESVSK*             
>Atha_AT5G28235                                                                 



MYPQWSDSAENHDTALDNLLKDIIHNRLQSHAWTHVAARRKRKQNQESSNEDGESKVIESTPADDVSHKKQRTGKAHIKV
DEEEKTSLLDIWNMLEKMNVTISDMDKNASSRLDGLEKKVTCLEASVKTRFEAVETDMRVLKESQPPVVSNEAATSNNND
EYEANSNQCSWIVEEKPGSVDGLPIQRVVKKTVNSVKNKEAATKVLTKKKVAKSDKKKTIVNVEKVEKPKPEMKKTVVKV
EKVDSPKPLQKKSVAAPTTKTFDDDVVDVTDKVNADNLKMASSSEETFSNPTDQMANKATADALRALQEGLDNLDGITSK
RRRVPQLAGSQKYPYVGNSTVKRIITDVPSSSSVPEHLQPVSDDQFDRLKDWLEPDFEKEGLNTNNFNARFYWQIMTPRN
DWPTERYGWLKDYHMGAAMSLFRRRFNRDPSKYPNQRITFLDQDLISTMLKDYKQFQPDYRCFKFREYYEDQVNGTAHCE
AATNKKWFVDVDHLYAYLFVNGNHWVALDIDLTKKRVNVYDSIPSLTTDTEMAIQCMFVMTMIPAMLSSFIPSKQRRRSY
SKLELLIS*                                                                       
>Atha_AT5G45570                                                                 
MASSSHTRSYPLRLYEEGKSPLQKRSMAHSCYVSQIGKIKDGLGADVWDELKKTTLGLFIKFTESGFIWAAQTVHFFLTN
QLRVDNIHEMWCLIDRRPIRFSLYEFENITGLNCDMFDESDTGETDYKDFWNEMGVSMSVGPLFTELERVFEISKTWSLE
KRMMVGRLCLLSVGVHGIHHGSRVPLSSAKRVLDPVAFEKYPWGRVAFDSLSRSVKIVKYDGDSYVIHGCVQTLLVWIYE
SVPGIGEACGFRKTNLTGVPLLDWRSSRKRFNFTAFIEKEKAAHGQVRVRHMIPVSEENMYPQWSDSAENHDTALDNLLK
DIIHNRLKSHAWTHVAARRKRKQNQESSNEDGESKVIESTPADDVSHKKQRTGKAHIKVDEEEKTSLLDIWNMLEKMNVT
ISDMDKNASSRLVGLEKKVACLEASVKTRFEAVETDMRVLKESQPPVVSNEAATSNNNDEYEANSNQCSWIVEEKPGSVD
GLPIQRVVKKTVNLVKNKEAATKVLTKKKVAKYDKKKTIVNVEKVEKPKPEMKKTVVKVEKVDSPKPLQKKSVAAPTTKT
FDDDVVDVTDKMANKATADALRALQEGLDNLDGITSKRRRVPQLAGSQKYPYVGNSTVKRIITDVPSSSSVPEHLQPVSD
DQFDRLKDWLEPDFEKEGLNTNNFNARFYWQIMTPRNDWPTERYGWLKDYHMGAAMSLFRRRFNRDPSKYPNQRIAFLDQ
DLISTMLKDYKQFQPDYRCFKFREYYEDQVNGTAHCEAATNKKWFVDVDHLYAYLFVNGNHWVALDIDLTNKRVNVYDSI
PSLTTDTEMAIQCMFVMTMIPAMLSSFIPSKQRRRSYSKLEWKRITKIPENLDPGDCAIYSIKYIECLALGKSFDGLCDE
NMQSLRTKLAVEMFEEIGENARTLHSKVRRKAFKFPSLMDE*                                      
>Mgut_mgv1a009199m                                                              
MGNCLGIQFIKLKQGARTGLKLLWKDKENVAVEIDDSAEEHTVYVSDDSSNEDWLIVSKSNEGYRPLKNSQESKKKKKGH
RITKVKTGFIILQFRVYIYIFVGNLIHLQDAVEECFAPLTDEEEALVSRALSYSDRREVLVSHPNCNIDITGENLMCLSP
GGWLNDDVINLYLVLLKEREERESHKFLKCHFFNTFFYKKLISGGGYNFQSVRKWTTQKKLGYSLLDCEKIFVPIHQGAH
WCLAIINKKDKKFEYLDSLKGFDIQVLHVLAKYYVDEVKDKNKEDVDITSWKAEFVTEHPEQENGFDCGMFMIKYVDFYS
RDVGLCFDQRDMPYFRRRTAKEILKLRAE*                                                  
>Mgut_mgv1a009163m                                                              
MAKRKHRELAAEEADDVVSDISGFGGFELIRDCYHAHPIWKTIRLAAAKGCSNRASLLSQFPQVRRSKGISRDVNMATVQ
NGEIRQASTVEENTSQCFFTTYPRKPRNTRSKRKAKPSDREVISEHPLCCDRQSRRLRRSTTGIQKLGKLGSEKFESYIE
TVWRRFPEEKRNAFTCLDSLWFSLYSKEPLKAKVLSWIKKKDIFSKKYVFVPIVQWNHWFLLIFCHFGESQQSKTESRCM
LLLDSLRKANSTQLEPGIRRFVVDIFNTEERPEKKGLINKIPLLIPKVPQQKSGEECGFYVLHYINKFLESNPDSFTFSK
GNPHFMKEDWFTPEDVECFIQKLNSTNTTSE*                                                
>Mgut_mgv1a004424m                                                              
MGAFTNNRKRRDDYYKSLGPPIDQSYGNIAKKPKLSIFTNQNQNQNTVEHHRPASSNSVVARISQYPERKSGFGREVHAP
VRNSRFGKFSSSAKNTETAASSEESPSDKMGRFGFHFLLRKFKKAKDAAVGSLRYVSHGKQKGKEVIEIDSEDDKQDNVS
DDSGVDEAEIVEDYNGSKSRGGRRGVEKLREPNVRTVEKELRSFDSSVVTDVSGIAKVDDEEKNGLMQFDQVEVDSGVPY
YKRLLDGSKKRDIRLASLSFDIEVNHKRRRWFDLFRPQEKEENIKKNVAEECFVPLTEEDAKKVNSALSNSNRRKVLVTH
QSSNIDIVGEKLQCLKPRAWLNDEVINLYFELLKEREKREPQKFLKCHFFNTFFYKKVCSFGKGGYNFQSVRRWTSQRKL
GYSLLECDKIFVPIHKEVHWCLAVINKRDHKFQYLDSLKGVDTQVTSVLARYFVDEIKDKCGKCIDVDSWEHEAVMNLPE
QENGFDCGMFMIKYADFYSRDIGLRFSQEHMPYFRLRTANEILKLRAE*                               
>Mgut_mgv1a009705m                                                              
MLSTVSPSLRRCSPTSVAVNPPPAADPLPSPAVAVADSPPSSYLSEEWKERGNRHEEDIATKFLNLDFIMLQLPQQENWF
DCGLFLLHYAELFLEQASNLSATKYLDFLNEDWFFPAEVSLKKRDHIRKLIHRIVEDNALNDPPTTRDKCYQSGTDEDDS
GVKFVHQTVAKDQLCLGINLNSCDDLENVIEQRNIDESVIIENVQPLMPDNQFNTMSLPIKEILDTSSKHETEKLRPPRH
YSLRSSRREEIKKVVSEEASRTCSGESSVVIDVQNEENCVCDTQVKYENSSMSSEDLSACVVEDSEEESEIEIATIRKIF
LCTFLIYVLCYLDI*                                                                 
>Mgut_mgv1a020521m                                                              
SVELEFVVLDDLHWSEKQENIKSLDLKYNAAWKTIISECSFKDSFEDIIYPDGDPDAVFLSKRDIELLQPRTFINDTIID
FYIKYLVTKIKPGEQHRFHFFNTFFFQKLVNVNRDLYRDCEGRDVFGCVRKWTRNVNIFEKDYIFIPVNFSLHWSLIVIC
HPGEGPCILHMDSIRGSHKGFEDLIRSYLSEEWKERGNRHEEDIATKFLNLDFIMLQVLLLSLTPSLLLFSR*       
>Mgut_mgv1a025023m                                                              
IDKETSFKKFRRWWKGVNIFEKAYIFLPIHESHHWSLVIICIPNKEDESGPIILHLDSLGMHISKSIFSDVRSFIIEEWN
FLKREEVLPELPIADNIWNKLSRRIDEKIVQVPQQSNEYDCGLFVLFFMERFIDEAPERLKKEDIGMFGKQWFRPQEASS
LRKKISSLLRDEFKKADEGICELDP*                                                      
>Mgut_mgv1a022073m                                                              
NIWRESSEEKKNPCTYLSCYWFYMYTNDSNREKVLGWIKKRGIFSKRYVFVPIVLWSHWSLLIFCNFGGSSPCMLLLDSL
HTLGPLRLETLIRRLVLDIYETEDRPEDRNFVEKIPLLVPKVPQQRNGNECGVFVLYYINLFLESAPQSFSISSGYPYFM
KEDWFTEEELERFYDRLEFLGIESSDSE*                                                   
>Mgut_mgv1a013645m                                                              
MHIWRAFPEEKMNSIAYFDPLWFELYTNKHYGPKVVDWIKAKSVFSKKYVFVPIVMWSHWSLLIFCHMSESPDSKTNTPC
MLLLDSLHAIGPTRLESIARRLLFDMHVSEERLESKEQLKKMRFLIPNVPQQKNGDECGFYVLYYIKLFLESAPENFNIS



EGYPYFMKKEWFTEEEVESFCKNLDTLPVDLNDLDDDSASVDSGDSVELIENFR*                         
>Mgut_mgv1a008630m                                                              
MTVIYGRSGKKGRKEHLPQQQNSYDCGLFLLHYVELFVEEVPTNFSIYKITSSAKFLQADWFPPGEASMKRSHIERLING
LLDTQSEVPNTTDVHQSGVDLSVKPGPLSYCLENSPCHTGQGIEMTLLPASSIENTRCTKTSGLIFNDLYKQPSTSEPFN
DTPWEALESRPSLNEFTTPVHLTEDDEAEANECFEQTQLAEPIFHYSTEDFRLDLLHQSQDANSSPVSSGCESGDILKIV
NGEKWESVEEAVSLDSETCKRKCTSSENVTDISFAFPSGQVVANADESRNLDEITDQIDDSLLLKNSPDLCREENPLHDK
SDGPECESLYRMDGQDVLQRTAKRMRIVSPDDGGEGLNGNLSEELHL*                                
>Mgut_mgv1a013020m                                                              
MEKQTANDKILSYNDVVLRRSDLAILNGPYFLNDRIIEFYFSYLPSTFPEASEDILLLPPSITFWIKECPDSASLKDFIE
PLQLPQRKLIIFPINDNDDVTAAGGGTHWSLLAFDRKTNLFVHHDSSGCLNKKHSKRVYKAVVAYTETDAKYIDCSSTPR
QVNGFDCGLYVTAIARAICKWCVSERHDYNMESLWFSTIEEQITPSLVTNMRNEILELVRNLMVKQENRVARK*      
>Acoe_001_00661                                                                 
MTRGTSELTNMEILLPYVVFAADPSQVQLKLDMKWKREYVKCVEQLDSCSCGLFLLAFVECVFRGIPPQFDADPLQMRYR
IARDLIDIGESLSSKNKSKV                                                            
>Acoe_002_00198                                                                 
MMEMESKVNTPIALDWSKVTPMKENGPLPEIVVVKGQSEEQRQKLQQEIDFISNLSDKELEEKIKRVRGSLNLAFKDKGV
KLQIHLNNLEEERQRRLKKVAEREESTASQKSSFPDQCNGFSSEAPTSQPCSSVFATLFSRTLEKKPDLSNRISVDTNRE
GHLLLGLDNKQNTKSDRTRSNNGRREIKATSRESSFQFSGSSNHDGNKRTSPMTSRNSFESSSFYGNCPSRSSKRYLHET
VDLVDEEDCQLEETTHQEDEPVERVQAKIYYPSRDDPECVELHYSDIKCLAPQAFLSSTVMNFYIRYLQQAVSDSGSSRS
DYHFFNTYFYGKIKEAVSCKRNDKETFFSKFRRWWKGVNLFEKAYILLPIHESVHWSLVIICLPNKEDESGLTILHLDSL
GYHVSSQIFQNVKSFLKEEWNYLDKAGLSPTLPIPEKIWRFLPQRIDQKKITVPQQKNDYDCGIFVLYYMQRFIREVPAR
HRKKEQPKFGRQWFKPEEASCLRGTIRRLLEKQFKNSQLGNEEEILSTSSSGDSAGSCADVINI                
>Acoe_003_00742                                                                 
MGALTSNRKRSYYSSTSPYFSGNFDSSRFDLIHASKKPKISTIMNSNFEKPRVVVSSSISQKSFFDRMKSYPQVTNNIKR
VPHAPIQKNHYKSSSDRKVIEDFDFVNDLERKRNLAFESFKFYGKEKEVVDLEKDEDDDDVVVEVEEILDDSGVEEVEIL
GDRRNGGQRQGRSVGLNQSEDDVYIRERYEKFAENRLQGSSSVASDLGNQIPQVDGGGNILKIFSFNRGVKEVGELPHQK
MYKEAVKRDSKISQIAFKISLLTKKLPFFSRPAKKPEEKVIPKEPFVALTSGEEDEVSRALSNANRRKLLVTHPDSNIEI
TGEVLQCLRHGAWLNDEVINLYLELLKEREKRDPKRFLKCHFFSTFFYKKLISGKGGYDFKAVRRWTTQRKIGYGLIECD
KIFVPIHKEVHWCLAIINKKDQKFQYLDSLKGRDSKVLNVLARYYVDEVKDKSAKDIDVSSWTHEYVDDLPAQENGWDCG
MFMIKYADFYSRGLGLCFNQENMPYFRKRTIKEILRLKAE                                        
>Acoe_005_00630                                                                 
MKQRIPMTHMDAMMKTPFGRLFNLFLDNGVRDETITGQNKDLLYDIISRYSHEEDAFRIGQGENANYVKFKPEHVSLAFG
LPLDGKRVSDVFRRFKYDPESSSFLKFLDLAKNSVIKKEEMVAKLNFLLTLNDQHDHFCRMVAVFLAATLFFANSNTNIG
LSFVSNIESLQTMNSISWTHVIYDKLMEKIKEHTNKPLSVNAACVIPLLVWICEISGILEPRKGYIVGTPRIGRWNFTKL
SRKWKNDFLENITKDKIKEDFQDLTEAEKQLLEKVAIQEEVQPKDYDQLLKDHEELITQMQQMKENYEGQILELQRKINE
LEKESMPNKREDEVSVNNFDDGISDGDNIVENIDEAEAEIENLKHVHEKDEAGAEIEIQMQVENKDAAEVGNQRGQVKTF
KSKLALKRKETQQKNVEVENEKKQYCLRAKAPRKVEDAKVIKSKTLKLGRKKKAENNDEIIEVEKIVTVSKSVDAGASCQ
LRNITDSRHYNYFEEKEKATVLQFFSLCHTFSNAYMDDTLTIQGRLLEDLMFDKFTSSEVIDFYSKWLKKHSSEGAKSLY
VSSVAWTHLKADQKKCVQRTLHDVLEKELADDIKYVFIPMNTSKSRHQAEGYHWTLLVLNYQDKKFEHYDSMKPRKGLLN
LSYEEAVVMRNEVVDWINSHRAETKKSKISWLKGVKTPTCPQQGTTSDCGIYVCKIMESLSREEKLHTGKDFQSDVEELR
PTLTYLILADKEHSWNINKLAKDLD                                                       
>Acoe_007_00035                                                                 
MRNEVVNWINSHRAETKKSKISWLKGVKSPTCPQQGTTSDCGIYVCKIMESLSREEKLHTGKDFQSDVEELRPTLTYLML
ADKEHSWTINKLAKDLD                                                               
>Acoe_007_00180                                                                 
MKQRIPMTHMDAMMKTPFGRLFNLFLDNGVRDETITGQNKDLLCDIISRYSHEEDAFRIGQGENAKYVKFKPEHVSLAFG
LPLDGKRVSDVFRRFKYDPESSSFLKFLDLAKNSVIKKEEMVAKLNLLLTLNDQHDHFCRMVAVFLAATLFFANSNTNIG
LSFVSNIESLQTMNSISWTHVIYDKLMEKIKEHTNKPLSVNAACVIPLLVWICEISGILEPRKGYIVGTPRIGRWNFTKL
SRKWKNDFLENIAKDKIKEDFQDLTEAEKQLLEKVAIQEEVQPKDYDQLLKDHEEKINELEKESIPNKREDEVSVNNFDD
GISDGDNIVENIDEAEAEIENLKHVHEKDEAGAEIEIQMQVENKDAAEVGNQRGQVKTFKSKLALKRKETQQKNVEVENE
KKQYCLRAKAPRKVEDAKVIKSKTLKLGRKKKAENNDEIIEVEKIVTVSKSVDAGASCQLRNITDSRHYNYFEEKEKATV
LQFFSLCHTFSNAYMDDTLTIQGRLLEDLMFDKFTSSESRHQAEGYHWTLLVLNYQDKKFEHYDSMKPRKGLLNLSYEDA
VVMRNEVVDWINSHGAETKKSKISWLKGVKTPTCPQQGTTSDCGIYVCKIMESLSREEKLHTGKDFQSDVEELRPTLTYL
ILADKEHSWNINKLAKDLD                                                             
>Acoe_008_00186                                                                 
MQQMKENYEGQILELQRKINELEKESIPNKREDEVSVNNFDDGVSDGDNTVENIDEAEAEIENLKHVHEKDEAAEVGNQR
GQVKTYKSKLTLKRKETQQKNVEVENEKKQYCIRAKAPRKVEDAKKEKAENNDEIIEVEKIVTVSKSVEAGASCQLRNIT
DSRHYNYFKEKEKATVLQFFSLCHTFSNAYMDDTLTIQGRLLEDLMFDKFTSSEVIDFYSKWLKKHSSEGAKSLYVSSVA
WTHLKADQKKCVQRTLHDVFEKELVDNIKYVFIPMNTSKSRHQAEGYHWTLLVLNYQDKKFEHYNSMKPRKGLLNLSYEE
AVVMVVDWINSHKAETKKSKISWLKGVKTPTCPQQGTTYVMIGHKH                                  
>Acoe_008_00252                                                                 
MRGRKGVDKYFDDTNIMRDEVVKILNKMKIDSKKWSSLTEPITQPYCPRQGDTVDCGLYVCKFMELFSQEAKMNKTIDLK



KDIDELKLTLAHLIIADKEKNWKIEDAIM                                                   
>Acoe_010_00286                                                                 
MRNPSVRKEFDVYEFIDEEEAELKSSKFLKKFNTPKKRNLDEFREFDSSPLTKYQFLKSFSSGVKSGGKRMSTTSCIDLE
TNDRNHNCNNHGSPTLHIINEGNCVNEEKTLGSEEITASSPISHREDAHTNHDGVECVNLFPGCMSVSPVQTLCWNEDSL
AKGASSLEVPLSGDRQTKCSLSELLSYKNSVDEISDDDESETNSFDIKEDQEVSAMDHFSGGCEMENINMAVVLHPDYLI
YKDLYCTESSLSFSSNCIKLEGQNAYGRKQFISYEWSNVDIIDIESRWYARVETALIKLLIRPNPDVEIPNGVSGVVELK
FAVYDPHWFARQEKIMSVDSTYKTFWRDLIDVEDAFVGKNHSFPLKPYYPIFDEHFEDVIYPKGDPDAVSINKRDVELLQ
PETFINDTIIDFYIKYLKNKIKPEDRNRFHFFNSFFFRKLADLDKNPSSASEGRAAFLRVRKWTRKVNLFEKDYVLIPVN
FNLHWSLIVVCHPGEVATYKDEELDKSHKVPCILHMDSIKGSHKGLKNLVQSYLWEEWKERQPEPSEDISPNFFNLRFVP
LELPQQENSFDCGLFLLHYVERFLAEAPDCFSPFKLTKSSKFLNFEPAEASLKRTFIQNLIYEVLKGNSPESLSAFHEKE
SQSVAKENGVEFLLGQQIAANSCSDFFCNGLSSLSNDDEGIEIKLLGTPDDAQYVRDSGLVLKDLLEPGTIAGSFLNGQF
QSFDQTTSCNKFKAVMSPIKEDEETGEQFAFSTSGGAPCTQPGGYAIDDVCTTSYSGKGYEMYDTCSNPGTFMGQNEEDD
YGLSSGTSSCDSQSNLELRVDGMPQIRKSWCPNRQEAAERIRPTSSENMLCFTESQDSDFSSEGLDNCIVEDSEEMSRVA
DEDGKMGSLPSCQENFPASSDHRQSPTVENENHTANNQDLGDEMDPCQRVTKRARLSFSAEDCSSMRNPSVRKEFDVYEF
IDEEEAELKSSKFLKKFNTPKKRNLDEFREFDSSPLTKYQFLKSFSSGVKSGGKRMSTTSCIDLETNDRNHNCNNHGSPT
LHIINEGNCVNEEKTLGSEEITASSPISHREDAHTNHDGVECVNLFPGCMSVSPVQTLCWNEDSLAKGASSLEVPLSGDR
QTKCSLSELLSYKNSVDEISDDDESETNSFDIKEDQVSAMDHFSGGCEMENINMAVVLHPDYLIYKDLYCTESSLSFSSN
CIKLEGQNAYGRKQFISYEWSNVDIIDIESRWYARVETALIKLLIRPNPDVEIPNGVSGVVELKFAVYDPHWFARQEKIM
SVDSTYKTFWRDLIDVEDAFVGKNHSFPLKPYYPIFDEHFEDVIYPKGDPDAVSINKRDVELLQPETFINDTIIDFYIKY
LKNKIKPEDRNRFHFFNSFFFRKLADLDKNPSSASEGRAAFLRVRKWTRKVNLFEKDYVLIPVNFNLHWSLIVVCHPGEV
ATYKDEELDKSHKVPCILHMDSIKGSHKGLKNLVQSYLWEEWKERQPEPSEDISPNFFNLRFVPLELPQQENSFDCGLFL
LHYVERFLAEAPDCFSPFKLTKSSKFLNFEPAEASLKRTFIQNLIYEVLKGNSPESLSAFHEKESQSVAKENGVEFLLGQ
QIAANSCSDFFCNGLSSLSNDDEGIEIKLLGTPDDAQYVRDSGLVLKDLLEPGTIAGSFLNGQFQSFDQTTSCNKFKAVM
SPIKEDEETGEQFAFSTSGGAPCTQPGGYAIDDVCTTSYSGKGYEMYDTCSNPGTFMGQNEEDDYGLSSGTSSCDSQSNL
ELRVDGMPQIRKSWCPNRQEAAERIRPTSSENMLCFTESQDSDFSSEGLDNCIVEDSEEMSRVADEDGKMGSLPSCQENF
PASSDHRQSPTVENENHTANNQDLGDEMDPCQRVTKRARLSFSAEDCSSMRNPSVRKEFDVYEFIDEEEAELKSSKFLKK
FNTPKKRNLDEFREFDSSPLTKYQFLKSFSSGVKSGGKRMSTTSCIDLETNDRNHNCNNHGSPTLHIINEGNCVNEEKTL
GSEEITASSPISHREDAHTNHDGVECVNLFPGCMSVSPVQTLCWNEDSLAKGASSLEVPLSGDRQTKCSLSELLSYKNSV
DEISDDDESETNSFDIKEDQEVSAMDHFSGGCEMENINMAVVLHPDYLIYKDLYCTESSLSFSSNCIKLEGQNAYGRKQF
ISYEWSNVDIIDIESRWYARVETALIKLLIRPNPDVEIPNGVSGVVELKFAVYDPHWFARQEKIMSVDSTYKTFWRDLID
VEDAFVGKNHSFPLKPYYPIFDEHFEDVIYPKGDPDAVSINKRDVELLQPETFINDTIIDFYIKYLKNKIKPEDRNRFHF
FNSFFFRKLADLDKNPSSASEGRAAFLRVRKWTRKVNLFEKDYVLIPVNFNLHWSLIVVCHPGEVATYKDEELDKSHKVP
CILHMDSIKGSHKGLKNLVQSYLWEEWKERQPEPSEDISPNFFNLRFVPLELPQQENSFDCGLFLLHYVERFLAEAPDCF
SPFKLTKSSKFLNFEPAEASLKRTFIQNLIYEVLKEFLLGQQIAANSCSDFFCNGLSSLSNDDEGIEIKLLGTPDDAQYV
RDSGLVLKDLLEPGTIAGSFLNGQFQSFDQTTSCNKFKAVMSPIKEDEETGEQFAFSTSGGAPCTQPGGYAIDDVCTTSY
SGKGYEMYDTCSNPGTFMGQNEEDDYGLSSGTSSCDSQSNLELRVDGMPQIRKSWCPNRQEAAERIRPTSSENMLCFTES
QDSDFSSEGLDNCIVEDSEEMSRVADEDGKMGSLPSCQENFPASSDHRQSPTVENENHTANNQDLGDEMDPCQRVTKRAR
LSFSAEDCSS                                                                      
>Acoe_014_00837                                                                 
MKPRKGLLNLSYEEAVVMRNEVVNWINSHRAETKKSKISWLKGVKTPTCPQQGTTSDCGIYVCKIMESLSRQEKLHTSKD
FQSDVEELRPTLTYLMLADKEHSWTINKLAKDLD                                              
>Acoe_021_00001                                                                 
MKMTLPASHKVAMPNTPFGRFFSLFLDNRIRDEMVTNQNKDALCEILRKYSIEEDAFKVGEGENATYVKFKPKHVALTFG
LPLRGKKVSELFRKFKFDPDQSSFLVNNNLQKCGEISKETMINRINILMNEEGSHSNFCRMVVLFMCATIFFPNSNYSIG
KSFAAHLESLETMKSIGWTDLIYDALMKKIRNRKENWTPFSVTGCLIPLLKVDDIEGIVDVDELVLDDSKNVVDPTPLKN
VRDNLHYNYLEKEEQTRLLKFFSLANTQTNAYEDDTCVVKRKALEDLMFDNFTDAEVINFYSKWLKKIEDIKCIYVSAYA
WTHLKAGQHRSKEGLLDKVLKNEFTNDVKFVFFPINSSKSAFPHEGHHWSLLVLNGKTKKFQHYNSMRGRKGVDKYF   
>Acoe_026_00148                                                                 
MRNEVVNWINSHRAETKKSKISWLKGVKTPTCPQQGTTSDCGIYVCKIMESLSREEKLHTGKDFQSDVEELRPTLTYLML
ADKEHSWTINKLAKDLD                                                               
>Acoe_027_00117                                                                 
MNSSMSNEKILSYNDVVLRRSDLDILSGPHFLNDRIIEFYFSYLASCYASEDILLVPPSISFWISNCPDIESLKDFVEPL
KFPDKKMVIFPVNNNDDVSMAEGGSHWSLLAYERKKNVFVHHDSLASSNRCHAKRLYKGVVKFMGISDSKVDAPFIDCTT
SPQQMNGYDCGLYVTAIAKVICEWYVNGRSEDMDSWFTSLKTQITTSSVSNMRNEILLLIKGLMIKK             
>Acoe_028_00223                                                                 
MKPQERILSGRFRIPSNITSLVDPWIGLRNQVHPLKAKVENNHWILLSFSFSESIVRIYDSLGYKRATNEQRNMEKMLPY
AIYVADPSQIQLDLERKWKREYVSCVTQPDFCTCGAFLLAFVECVLRGIPPEFEADPLQMRYRIARDLIDCGELPPKRKT
>Acoe_033_00016                                                                 
MDIDVDLIFIPILSGKTPKDKKPFHWTLLVCDLKKKRWLYYNSMGTTKKLKPNKVAYDQANMMKNHLVLLINKRFKMELV
NEPLRLDLPLEEAITPRQGQTNDCTIYVGLIMEALTFMNHVQDNDNLRCWTEEYQDLVDKRLGLVLLAMDAPMMISANGK
PMKNHLVLLINKRFKMELVNEPLRLDLPLEEAITPRQGQTNDCTIYVGLIMEALTFMNHVQDNVDENLGPKTRAEWAVSI
MKDNLRCWTEEYQDLVDKRLGLVLLAMDAPMMISANGKP                                         



>Acoe_035_00122                                                                 
MNLRSKRKKPGEQREEQEEKNEDMCNTEILARMKNRKEFIKENKKKKQKNDEISESFGTQDVVNVLLGQYFSFNETTVSD
REECSIKIDQNNTGENGGNGEKAILSSMSVEEADGIVEPNSETSQREEEGLVSNCEEDLRNSMLQAGGEHEYEESGQTHN
RRLVKTLSTKSRKGRKGRGITTLSHITEDTNAVRKVIEFNTNGQPIGPNAHEFSSYLGILGRKMVPIIYESWPKVPKDLK
EIIWNSAQDKYVIDPERRKTVLSAIGERWKSFKAILTKVHIYPFKNQPQLLTRPPEKYKFITQEHWDIFVKSRLSEDFQA
KSKLQSERRAKNIYNHRLGRKGYVGLVEELKQSLGTSVDKLDRCDLWKKARQNKKGLYLDDAVREKAELIDELTKQKKDG
NLVIQVNDDILTLALGTPEHSGRVRAAGPFITPAAYFNHPKRNSRKNVTELQQKVNEQADKILEVNQMIHELQAEYDVIP
PQGLPIIPSSENTVIPSSENTGSNTNNSDSRKHLVTPFVETKSCGSQDWSGCPNDDYHLESESDCQSMDKRNTKSDLPPV
KSNCRIGKSKQCRLAVDSKANIVAHGMVFERVELNEKIHSVPLGENNIRVAIEYAISPNALLPVPVIGEMTMVKDAIGSC
VAWPKEFVLTGVEEVECQAAGENSGPIHAFASLIDQIMSTDSITIAMQNGIFGEQVEAYHNKADLMCLCNMQDITGSCII
TYIRVLYDNLVSHGEKYVFVNPVSISSARGPDASAIITKRLQTAKTDKFFFVPYNMRGHWILMVIDSSSMDIYWLDPMQK
PPSIDIKIYVTAGIKALQTDGKRRPNPTWHSVKCPKQPMDSQCGYYVMRYMRELVEERNLSISEKVLLFAEKNSYSQDEI
DEVRLELIDFILTHMMNLRSKRKKPGEQREEQEEKNEDMCNTEILARMKNRKEFIKENKKKKQKNDEISESFGTQDVVNV
LLGQYFSFNETTVSDREECSIKIDQNNTGENGGNGEKAILSSMSVEEADGIVEPNSETSQREEEGLVSNCEEDLRNSMLQ
AGGEHEYEESGQTHNRRLVKTLSTKSRKGRKGRGITTLSHITEDTNAVRKVIEFNTNGQPIGPNAHEFSSYLGILGRKMV
PIIYESWPKVPKDLKEIIWNSAQDKYVIDPERRKTVLSAIGERWKSFKAILTKVHIYPFKNQPQLLTRPPEKYKFITQEH
WDIFVKSRLSEDFQAKSKLQSERRAKNIYNHRLGRKGYVGLVEELKQSLGTSVDKLDRCDLWKKARQNKKGLYLDDAVRE
KAELIDELTKQKKDGNLVIQVNDDILTLALGTPEHSGRVRAAGPFITPAAYFNHPKRNSRKNVTELQQKVNEQADKILEV
NQMIHELQAEYDVIPPQGLPIIPSSENTVIPSSENTGSNTNNSDSRKHLVTPFVETKSCGSQDWSGCPNDDYHLESESDC
QSMDKRNTKSDLPPVKSNCRIGKSKQCRLAVDSKANIVAHGMVFERVELNEKIHSVPLGENNIRVAIEYAISPNALLPVP
VIGEMTMVKDAIGSCVAWPKEFVLTGVEEVECQAAGENSGPIHAFASLIDQIMSTDSITIAMQNGIFGEQVEAYHNKADL
MCLCNMQDITGSCIITYIRVLYDNLVSHGEKYVFVNPVSISSARGPDASAIITKRLQTAKTDKFFFVPYNMRGHWILMVI
DSSSMDIYWLDPMQKPPSIDIKIYVTAGIKALQTDGKRRPNPTWHSVKCPKQPMDSQCGYYVMRYMRELVEERNLSISEK
VKVCLKV                                                                         
>Acoe_036_00112                                                                 
FLSLEGQEKIAMITSVVTEIVSNRVGRLKYSIGGRVIEFKMTDLALILGPLKFGHLRVDFVVRKQTEYSAFRSKYFQNNL
HIRDSHILDAIKEAREAEDAHPDDVNRLNRLYFLAIFLLADSSKTIDVRYVDLAENLVDFDDFPWGTAAFKLLESNLEDV
YTKIVDGVQNYCINGCVFAFIIWAYLHLPDLGPRKIPNSPFPRMLGWYDLPTRNKSRDKLSEKFHPKKGFINVAYPLDIT
LQERAAANLQVVEEALSQAEYEESASSRPVSRLVRPSQHSSATTSSGNFITLERNALEAILKGVFEMGREAGMVSDKISD
ADVAVKGVFAQIGKGASKKTSKSKKKISSPSKPTLKPKSVKKTNPLPSPPKRATRSSTASQVSPTVSTRKQTIPSKKTNV
SPKKPIVPTKKVSAPPKPIGRVKIPPKQKPPQATTVSDSPQPKIIDYKKMEEEPIPAQTAVRTTRSKSSLSSNYEVKRRE
PQPAKSEGDKGIKRKRSEEGEKDNKKKKKNSKKGKSEKVKKRKKKMSIVDMGKQDEDKAAPQNDEIEEGKNTVGGSDDDM
LPLDRHFPVFDFNLEEQNDQQAGKKQIEKEEKKMKRAEMLFPIRRHQPERKVKGDAFDLSWRKELRKRREAKKLKEKKAR
KIQSDDDEVPSSKKVRKLSFWSDDHSSDDQESIVDVLNNLRGVSNPLAKAMSKLQGLSVLMGEKAEVNEEGKPNDSSTKD
GDPSVSATEDTLSARKEDPSATPTKVTTDETETATTEVSSATLSGSKAKSIEASSATLSGSKAKSIGASSTTVESADSEE
EDDDKQDDDSDDDKEDDGKEDDDKQDEDEKDDGREDDDKKNDDKNDDKNDDDDDNGGCDHHTDVVVNREDVPQQYRLETP
TASDIEESSGRKSVLILGVSEYDDDEKDTKFDLQALRVAKREREAKTYQNMEAGELSLGLRCNARMSEIMKEPFFSRQVE
EDDTKLCHYFWSLASDPKWSRVPMRSYGFLASCSVSAYNTLYKGNWLNDEIIDIYLRLLIRWYGTMRPYYFRDEDQYAIV
STVYLHTKIKCDVMPEYDKLMKDKSFAKMNPQERVTSGRFQISSGCTSIVDPWVGLKNQVHPVKAKALLIPLQVNDNHWI
LLSFNFSEKIVRIYDSLGMTRGIPELRNMEKFLPYVVFAADPSQVQLKLDMKWKREYVKCAEQPDGCSCGLFLLAFVECV
LRGIPPQFDADPLQMRYRIARDLIDIGEPPSSKNKSK                                           
>Acoe_038_00040                                                                 
MEACRRSNRKRKPSEKARKNTSTSSWIIEDVPDYKERDQELEMISDGFTITQQINRKLNSDQFDIILENMWNDFSIEKKN
LFKYLDCLWFDMYMTQETKPKVLKWIKKENIFSKKYVFVPIVCWGHWRLLILCNFGEFIQSQTQCPCMLLLDSLNSSDPK
TIEPNIRMFLRDIFREENTEEIADSVANIPLLVPKVPQQQNSEDCGIFVLYYINLFMQSAPEDLSIIESYSNIMNENWFS
VEGLETFWNEICTSI                                                                 
>Acoe_054_00042                                                                 
MKENYEGQILELQRKINELENESIPNKREDEVSVNNFDDGISDGDNIVENIDEAEAEIENLKHVHEKDEAAEVGNQRGQV
KTFKSKLALKRKETQQKNVEVENEKKQYCLRAKAPRKVEDAKVIKSKTLKLGRKKKAENNDEIIEVEKIVTVSKSVDVGA
FCQLRNITDSRHYNYFEEKEKATVLQFFSLCHTFSNAYMDDTLTIQGRLLEDLMFDKFTSSEVIDFYSKWLKKHSSEGAK
SLYVSSVAWTHLKADQKKCVQRTLHDVLEKELADDIKYVFIPMNTSKSRHQAEGYHWTLLVLNYQDKKFEHYDSMKPRKR
LLNLSYEEAVVMRNEVVDWINSHRAETKKSKISWLKGVKTPTCPQQGTTYVMIGHKH                       
>Acoe_065_00002                                                                 
MQVENKDAAEVGNQRGQVKTFKSKLALKRKETQQKNVEVENEKKQYCLRAKAPRKVEDAKVIKSKTLKLGRKKKAENNDE
IIEVEKIVIVSKSVDAGASCQLRNITDSRHYNYFEEKEKATVLQFFSLCHTFSNAYMDDTLTIQGRLLEDLMFDKFTSSE
VIDFYSKWLKKHSSEGAKSLYVSFVAWTHLKTDQKKCVQRTLHDVLEKELADDIKYVFIPMNTSKSRHQAEGYHWTLLVL
NYQDKKFEHYDSMKPRKGLLNLSYEEAVVMRNEVVDWINSHRAETKKSKISLLKGVKTPTCPQQGTTYVMIGQKH     
>Acoe_068_00095                                                                 
MQQMKENYEGQILELQRKINELEKESIPNKREDEVSVNNFDDGISDGDNIVENIDEAEAEIENLKHVHEKDEAAEVGNQR
GQVKTFKSKLALKRKETQQKNVEVENEKKQYCLRAKAPRKVEDAKVIKSKTLKLGRKKKAENNDEIIEVEKIVTVSKSVD
AGASCQLRNITDSRHYNYFEEKEKATVLQFFSLCHTFSNAYMDDTLTIQGRLLEDLMFDKFTSSEVIDFYSKWLKKHSSE
GAKSLYVSSVAWTHLKADQKKCVQRTLHDVLEKELADDIKYVFIPMNTSKSRHQAEGYHWTLLVLNYQDKKFEHYDSMKP



RKGLLNLSYEDAVVMRNEVVDWINSHRAETKKSKISWLKGVKTPTCPQQGTTYVMIGHKH                    
>Acoe_084_00006                                                                 
MKPQERILSERFRIPSNITSLVDPWIGLRNQVHPVKAKVENNHWILLSFSFSESIVRIYDSLGYKRATNEQRNMEKMLPY
AIYAADPSQIQLDLERKWKREYVSCVTQPDFCTCWAFLLAFVECVLRGIPPEFEADPLQMRYRIARDLIDCGELPPKRKT
>Acoe_084_00031                                                                 
MIDYDELFQENLKLKDENMKLQKIIEELKQASRPDDKDNGRDENAEIPEKSDEVPNLPIQMQVKDQEIVENIPKQAQVEE
IPKQARVEEIPKQVQVEEIAKQVQVEEIPKQPPIEEIAKQAPVEELKINNNKLQLKRIQTSAEPVQMEKATKHYTRARAT
ERKVDDIEGIVDVDDLVLDDSKNVVDPTPLKNVRDSLHYNYLEKEEQTRLLKFFSLANTQTNAYEDDTCVVKGKTVEDLM
FDNFTDAEVINFYSKWLKKNEDIKCIYVSAYAWTHLKAGQHRSKEGLLDKVLKNEFTNDVKFVFFPINSSKSAFPHEGHY
WSLLVLNGKTKKFQHYNSMRGRKGVDKYFDDANIMVCKTEYIHTLETRGKRNADIF                        
>Acoe_084_00045                                                                 
MTRGTSELTNMEKFLPYVVFVADPSQVQLKLDMKWKREYVKCVEQPDSCSCGLFLLAFVECVLRGIPPQFDADPLQMRYR
IARDLIDIGESPSSKNKSKV                                                            
>Acoe_119_00004                                                                 
MKQRIPMTHMDAMMKTPFGRLFNLFLDNGVRDETITGQNKDLLCDIISRYSHEEDAFRIGQGENAKYVKFKPEHVSLAFG
LPLDGKRVSDVFRRFKYDPESSSFLKFLDLAKNSVIKKEEMVAKLNLLLTLNDQYDHFCRMVAVFLAATLFFANSNTNIG
LSFVSNIESLQTMNSISWTHVIYDKLMEKIKEHTNKPLSVNAACVIPLLIKEDFQDLTEAEKQLLEKVVIQEEVQPKDYD
QLLKDHEELITQMQQMKENYEGQILELQRKINELEKESIPNKREDEVSVNNFDDGISDGDNTVENIDEAEAEIENLKHVH
EKDEAGAEIEIQMQVENKDAAEVGNQRGQVKTFKSKLALKRKETQQKNVEVENEKKQYCLRAKAPRKVEDAKVMKSKTLK
LGRKKKAENNDEIIEVEKIVTVSKSVEAGASCQLRNITDSRHYNYFEEKEKATVLQFFSLCHTFSNAYMDDTLTIQGRLL
EDLMFDKFTSSEVIDFYSKWLKKHSSEGAKSLYVSSVAWTHLKADQKKCVQRTLHDVLEKELADDIKYVFIPMNTSKSRH
QAKGYHWTLLVLNYQDKKFEHYDSMKPRKGLLNLSYEEAVVMRNEVVDWINSHRAETKKSKISWLKGVKTPTCPQQGTTS
DCGIYVCKIMESLSREEKLHTGKDFQSDVEELRPTLTYLMLADNEHSWNINKLAKDLD                      
>Bdis_1g18100                                                                   
MTSAAAAQLRRKRRTESNSPTIRPRRRLLCPSHFLAIRPFGLRFALSAAPRRRPRAARRPAAAPPRRRPRSSVVFVPAVR
PFVLRYFLPSGSSSPRRRRKASGVDMGNFVSQLLKGWVEGSREAEDLSVAKKVQGDKASAVRRGTRDASKITLEEVRTDR
PQEDLSELFTPLTKGEESEVYNALYGGGHSKKIVAAHEPSNIEITKETLGCLRPRGWLNDEVVNLYLELLKERAEREPTR
FLKCHFFNTFFYKKLASGKTGYDYESVRRWTAINKLGYELVQCDKIFVPVHRDMHWCLAVINMKEKTFQYLDSFGGMDYS
VLRILARYIMDELKDKSNIEIDINSWLERPVPFPLQHNGWDCGMFMLKFIDFHSRGLGLSFSQKHMEYFRKRTAKEILRL
RAD*                                                                            
>Bdis_1g21130                                                                   
MDLFNAYQTDNRLMLTTLETLIKTSTTPDDHFIRHFVLYAIGIILAPTANDYVDRKYLALVKDVADIPKFNWGCFTLAHL
FDSIRNFQYLDRTSLQGNLPLLQFWYWEHVHAGPVSYDPISPPLMTRWDEGNAALRAAAYVSGGPDRGEVTMNICDDNGR
MNIPNAQPTMPANEKIHADGDFSFKAQPGYLRISNQQMDAIMQTISWQRLEIEKKIGRQLLDMEHKIDSRILALTEEVGE
IRTQNATKTRLSKVEDELIEVKREFQRFRQMVHGNTQPTSTAAFVPEQDDVINGKVAPTPRFQPSRNAATTPCDDHMEIN
KHPEKDVTNKLTPPRMPVFDSDYMLTNEDIKVAAFIRQSCPLAEVVDVGETVLQVHLLRPNVTRGFIFDEVIHAYAYISN
VETDTTSVVYPKETRKLLGQSGGIIRGRDTNWLDRIVKKLVGHRKVQIPFNVHDSHWLLLVLNFDKEEIQVLNSIPHLRD
EAKETSLTESIQTCIEDAVKCGLVQARVPINISQWNKVCYTNIPQQTDGHSCGAYTLKYMLSWDGEKMAQDFTRKTAYEA
SIAKLVQPNAADDDVQEISPPDAANNKENSPPDAASKKDNPLHDASKSETSGCLKQKRGRTRKITPPKPTSHVAVIEQFA
TNAIAERVEGRARRKTQPGRHTKSPYKEL*                                                  
>Bdis_1g22390                                                                   
MGFRHVLLCPVLQSSARGAVSLADSPELRQHASPDSLKTFSRPRNTVELLSEFGSDIPLTNASFIPNFPYHILLPEQWAS
QPSHNAPSSSKVLFDFVKVMFKRMIMNMDHNVETTTFEDFDNRPLKKAKCCETSVLDDLLSSPSISASSLLSECSETKST
LSPVSDLVNEEKLSEDDDKQTVSANDGKQPDVPQHTNDGTYDYLPQDYALIELDLCAHIVIEDSSEKEILVKIDQVCVKQ
CDLRCLLDGAKWLNDDVINSYIYCIKEVHEQNKNDHKVYFENTFLAGLLKRDGKIGIHEATFMTKIVGNYLKHDMIHLPI
NIEHSHWNLACVNVEKSEIQVLDSLCWEHNRIDLTNTLQGLQYHLDILKTQENMNNHNWKDLDVTKRMIKEQLHNPIQKD
RYKLATILLCWKTNTAQASTMIEESDYSEGDPNDVVLLESLDDKNQPKPINSLSIEKRYQSLICVVSYMSVDELEGGLYN
YIKSISPAEILEKVWVQSSDPYPISLTLKRLQGMLNEELPMECDCFSLVIRKIMFDDIQTVKKRKGLISKHYLDMRFWMI
TDFGRHPTYRKKLDVEQLAYSVRSWPGIKYNVSSCKTIHIRIQANNGFILFVLSKDTRTVYILDPTPTDPVYQRNPYAKY
VPKLLWISEHLPKAMSKACPRSTWNENIFLWHQQIISNIPIHNRELSGYLITLFMSTWDDEKLNLPFLKDGYELRKQILG
KLLTFKKNECEVNMPAGVLDIINCIRNIQTNMNVKI*                                           
>Bdis_1g26650                                                                   
KTPKENPHKTRVKRPSRFVCSPFDESIQVTAEQQDVYDKLMTCTTKSKTSNIKTMKIIDYKTIFVETQELANDVHPRDYM
MTGNNLQMRIIANAFERSNKFALSCQDRIYFPVLEIVDKDVAGGHWYALCLNLVAQRFEAPDSIRDAGNICLEHHATRLI
GKIKEAWSMYYHKSSVQIRDYKLVIIDVPKQGNCKDCGFFKLSTLRRGMGKTCPNCVLLTSPRLGKSWPTSGFLLSSTGA
KTGTGI*                                                                         
>Bdis_1g31480                                                                   
MKPTSIPYVKKEIICGYEFPFVFHLNSSGAPRSFAQWIVDHIQPESSDIIVESGSIHLGADTFSDVIGFGNSGLDVKVDF
EGAKEQFLSLMGFFELPTIKQLGKMLLTNDLANDKYFICFMVIFLSSFLCPNSSTYPSVKYLGSLLIANDVRIYNWASFG
HKWFIESVIKYQKDKSKSKALSSRSNLTLGGCMYVAAVKYLDFADFGEVKLDNSFPKTLVWKHDLIKDFARLDQKSAHEY
GLRNVRDLSRTCYASASKSTCVSSYLPHFKSSLENLFRDSLHDKVVQDICNLFERSENNLGRDVMNAAGQFSISVLNCIR
DASYKLKGSTSSGKELSPVVNQNLAAFSGTVQNCNRNFEAIDADAAVDSQATEKIEDSYDTEWAHDLPNQLSDAETLVFN



SDTEQLSNQVFPHESNKSGTIRGPDRLETLSPEQLQSMRVNFNCNESMIKGHCDAVLPEISTHSRFVPIPSDDCHVAPPT
CHGHAVATSSPPDSNMQKTADNSLMHLHDEATVAPLENLPENAKNQLDLENVHKPAGETNLHVQPTSSACQDQNPDGELL
FDNPLTPSHYEASIGQLESDAIDLPVFGGVAICEDPKTDDSEPAMTKVKRSNVNRKLSKPSNIVPKQVPYFHDDPTLPSF
RFSEWEDDLGNKIEDPKQWLSVDFDLKCTQQYNRFRLNNIYNKPALARSNVKQYNNVLQDANSDRSRHPTIANYNQQPQC
SGKENAIAYPHTSFMYPKPTPSSNKPSEIIDLTSESTPKSPDVVFCGETKFTSRCNSLSDDAERIYNNSLNLANSGCASG
SSSGQASDSSSGQNAMYRPKRHVQPSYWKLSPYENAQLKCHLQQFEIKYYNAIVSLSQVESAAYKTAINYEKVRVTIKSL
GESLRVRGRVDLWVLNGYSRKLSLDVPPAESKKIFLFSIVGEYILGNLESEEQKAELLLQVKKSFKNALPQFDKCDLIFI
PVLHIAHWFALVIDIPERCFLILDSYYKEESQYHEEIDNRIAASREEEGDSGKKNNKGTYLEDRRRLLLTAKIRRLEEDQ
NSGD*                                                                           
>Bdis_1g41660                                                                   
MPTCPRRSSSSSSQRQINPAAAGPAVVVSCALAIYSSTGLLSSEPKSETNSSPRQNPARAMGFRHVLLCPVLQSSARGAV
SLADLPELRQHASPDPLETFSRPSYALYYVDIEENSCYALCPPEEYSRKYIVVDTLEPTMQNFRIQKAEHNMDHNIETTT
FQDFDNRPLKKAKCCETSVLDDLLSSPSISASSLLSECSETKSMVSECSETKSTLSPVSDLVNEEKLSEDDDKQTISAYD
GKQPDVPQHTNETYDYLPQDYALTELDLCAHIVIEDSSEKEILVKIDQVCVKQCDLRCLLDGAKWLKDDVINSYIYCIQE
VHEQNKNDHKVYFENTFLAGLLKRDGKIGIHEATFMTKIVGNYLKHDMIHLPINIEHSHWYLACVNVEKSEIQVLDSLCW
EHNRVDLTNTLQGLQYHLDILKTQENMNNHNWKDLDVTKWTITEQLHNPIQKDSSSCGLFMLKFMEYWTGHTLTHSITQE
NIIDFRYKLAAILLCWKTNTAQASTMIEESDYSEGDPNDVMLLESLDDENRPKPINSLSIEKRYQSLISVVSYMSVDELE
GGLCNYIKSIGPAEILEKVWVQSSDPYPISLTLKRLQGMLNEELPMECDCFNLVIRKIMFDDIQTVKKRKGLISKHYLDM
RFWMITDFGRHPTYRKKLDVEQLAYSVRSWPGIKYNVSSCKTIHIPIQANNGFILFVLAKDTRTVYILDPTPTDPIYQRN
RYAKYVPKLLWISEHLPKAMSKACPGSTWNENIFLWHQQIISNIPIHNRELSGYLITLFMSTWDDEKLNLPFLKDGYELR
KQILGKLLTFKKNECEVNMRAGVLDIINCIGNIQTNMNVKI*                                      
>Bdis_1g41720                                                                   
MAVADFLLFNATLLGPDPLLAESTRLAIEYLTQFILKHRDRHFVMIFYDLHGHWVTIAICLDMGRVTYFDPLRRKGNEPQ
RDFGPIKYVIDSAYRDAVKWYGMSGFSRSPNALLRHNFNFPCEQQHEGSVYCGYYCAHTIQQMINDFKPKGKKTFEKVRN
WFLANAGTTLKFS*                                                                  
>Bdis_1g42280                                                                   
MGADSPQPDDDSEVGISNELRNLSDQVLKERFERMEGRKVFTSRLPDGGKKFDLLLRAICRELARRQAARSVMTSPKPPP
APPPPRPHGCQSDRDKNRRGRINESSCAGSSGLPTGSNENHGVTKSDFIAAFEADDEAGIDVSGLETSTGPSKPKHSVEN
ERNLYKLDEYCKTDEQPTYLSPKVLCVDNSTDIETMSPDDGCKDNGRSRMCELSTRSRKRKRDLEVDFSMRLRSRKVPEV
VLLDGDAHHSESSKNASIKWDAMKIYYPSSKHPGSVELSDDDIKCLEPESLLSSPIMNFYIMYLQGPMSSISTLRGKFHI
FNTYFFSKLEALTSKDDKASYFLKLRRWWKGVDIFQKSYILLPVHADTHWSLVIICMPAKEDQSGPIILHLDSLKFHRSR
LIFSVVERFLKEEWKYLNENCSLAECPIQEKVWKSLPRKIEKKPIEVPQQDNEYDCGLFVLYYMQRFIEEAPERLHKKEL
SMFGKTWFQPKEASALRKKMQTLLLQLFEEAKPNSNTLEHAAPQSAVEAKPENNVVEATMSERPLEGSSAEMTSPYPLEG
TSTQPTSFEHPLECS*                                                                
>Bdis_1g46820                                                                   
MGCHGILRPFYKRYSIPLNFKTRDQHCRAQSIAGFSPKLSLDRVARTPHKTMDHDVETNTLEDLDNRPLKKARCCESVIL
DDLPSVSALSLVSETCSQSDDLIDGDPLPSPPSATKLIVSELANDEKDLDDASQMICSESADHIDGNPLLSPPSTTKSTV
SELTDEENTNDVIYELADEEKTDVTYDYLPQDYALTELDLCAHLVIEDSSEKEILVKINQVYVKQCDLICLLDSAKWLND
DVISAHIYCIKEVHEQNKNDHKVYFENTFLAGLLKRDGEIGIHEATFMTKIVGNYLKHDMIHLPINIKHSHCYLACINVE
KSEIQVLDSLCWEHKRVDLTNMLQGLQYHLDILKTQENLCNHNWKDLDVTKWTITEQLHNPIQKDSSSCGLFMLKFMEYW
TGHTLSHHITQEIIIEFRYKLAAILLCWKTNTAQASATIEESDYSEGDPNDVVMFECIDENQSNTLNSVSTEKKYQSLIT
VLSNMSVHELESGLCNYIKSINSAETLEKVWVQSSGPYPISLTLKRLQRMLNEKLPMEHDCFNLVVRKIMFDDIQTAKKT
KGLISKHYLDMRFWIHIPIQSNNGFILSVLAKDTRAVYILDPTPIDHIYQRNPYAKYVPRLLWIAEHLPKAMTNACPGST
WNENIFLWHQHIINNIPIRNRELSGYLITLFMSTWDDEKLNFPFLKDGYELRKQILAKLLTFKKNDCEVNMPAGVLDIIN
CIRNIQTNMNVKT*                                                                  
>Bdis_1g59050                                                                   
MDSQSNTTLFSNAQTKLPQSTSYGFRSSTSCKGTQHLLQKQERPPPPPLPSSSRYVIDELPHGGDHIREGEHGHVDLRGE
GPVSFRARTTTENPIRDPPPVAIKTDQKTHLHWRPLEASTVVAPVAVTITVADPLLFNATLLGPDPLLAESRRLAIEYLT
RFILKHRDRHFVLILYHLHGHWVTIAICLDMGGVTYFDPLRRKGNEPQRDFGPIKYVIDLAYRNAVKWYEMTGFSRNPDA
PLKHNFNFPCEQQPEGSVYCGYYCAHTIQQMINDFQPKGKKTFEEVRNWFLANAELGHNSEILVYEIQKDIGEILNKEVL
KSSRDYYGGGIVAKSG*                                                               
>Bdis_1g60560                                                                   
MAVADLLLFNATLLGPNPLLAKSRKLAIEYLTQFILKHKDRHFVLILYHLHGHWVTIAICLDMGGVTYFDPLRRKGNEPQ
RDFEPIKYVIDAAYRDAVKWYGMTGFSRNPDAPLMHTFNFPCEQQPEGSVYCGYYCAHTIQQFINDFQPKGKKSFEEVRN
WFLANAELGHNSEILLYEIQKDIGEILNKGVLKSSGDYYGGGIVAKSG*                               
>Bdis_1g62760                                                                   
MISDAGLLFNRRKRRLPASDLLYPHFRSPKRKHFFFESPPIPPEARSLAFDMGNFLSSSLPDCMRRDSGLEVFRGWVRAS
QDARGLTVATSDDVELGQVVIRRFDPTKVARQAVPPPREKMKPFYKEALEKTGLHDKRLGEIEVEVTLQKEVLEELRKAP
KEDLSQLFIPLTAEEENEVHDCLYGYGSSSEVLVLHESSNIEVSREKFRCLRPHGWLNDEVINLYLELLKERGIREPKRF
LKCHFFNTFFYKKLAGGKNGYDYKSVKRWTTCRKLGYELIDCDKIFVPVHQSVHWCLAIINMKEKTFQYLDSLCGKDSRV
RRVLDKYIADEVKDKSNKEIDISSWKEASLDYVPLQQNGWDCGMFMLKYIDFYSRGLSLSFGQEHMEYFRMRTVKEILRL
RAD*                                                                            



>Bdis_2g04710                                                                   
MVDESIDEYLDIVERTFGFSVRKSYVEWDEASEEIILRKFVCSREGSREEKHMKREDRKRRPHNLTRVGCRAKLVIARVK
ETGRWFVKDFIDEHTHPLAPRDLACLLRSHRRISDEQKADIVEMKISGLRKHKSWISWWTMSAKAAFPKTRKNNMYDYSV
SLKRYRELRNLSHAACFLPSQSVEAYDRLKLVLNVQADNKKSSSGHKECMRYGPVLPQTAQVDSGELEKVLDPVHVQGRG
APKKRLKRRKRKRSTVKCGYCRQEGNNRRKCSKWEEGILKSASYTAGFHAGLPPDEETEQVTMNICDGNGRMNIPNAQPT
MPANEKIHADGDFSFEAQPGYLGISNQQEEIQVLNSIPHLCDEAKETSLTESIQTCIEDAVKCSLVQAPVPINISQWNKV
CYTNIPQQTDGHSCGAYTLKYMLSWDGKKMAEDFTQKTAYEASIAKLVQLNAADDDVQEISPPDATNNKEKSPRDAANNK
ENSPPDAASKKDNPLHDASKSETSGCLKRKHGRPRKITPPKPTSHVAVIQQFATNAIAERVEGRARRKTQPGRHTKSPYK
EL*                                                                             
>Bdis_2g12720                                                                   
MGALTDSRKRVSADHRLHPSFPPSPPPPSKRTKLAPLLPVSSPPPLHYASPSSAAPGPSSSAAAAAATASTSSHSSLPHP
RRRLPPAPPISRPIHGPQRVRRSFRGGNSRPNSNPPWYSPSPPPKPLGLDQYADLVYSVTHPPRPTPAVHVPRGTEAIPE
VVMVDDNEDIRQDKEDEQDVEEEAKAKVVGRKVPLYKELYEKSSRQRDARLRTLEFEVQLAEKGRLGLERLAEVLPRITP
NKEEVPEPFVPLTDEDEDNVRHALGGRKRSETLSVHEASNIVITREILQCLNDKEWLNDEVINLYLELLKERELREPNKF
LKCHFFNTFFYKKLINGGYDYKSVRRWTTKRKLGYNLIDCDKIFVPIHKDVHWCLAVINIKEKKFQYLDSLGYMDMKALR
ILAKYLVDEVKDKSGKQIDVHAWKQEGVQNLPLQENGWDCGMFMLKYIDFYSRDMELVFGQKHMSYFRRRTAKEILDLKA
G*MGALTDSRKRVSADHRLHPSFPPSPPPPSKRTKLAPLLPVSSPPPLHYASPSSAAPGPSSSAAAAAATASTSSHSSLP
HPRRRLPPAPPISRPIHGPQRVRRSFRGGNSRPNSNPPWYSPSPPPKPLGLDQYADLVYSVTHPPRPTPAVHVPRGTEAI
PEVVMVDDNEDIRQDKEDEQDVEEEAKAKVVGRKVPLYKELYEKSSRQRDARLRTLEFEVQLAEKGRLGLERLAEVLPRI
TPNKEEVPEPFVPLTDEDEDNVRHALGGRKRSETLSVHEASNIVITREILQCLNDKEWLNDEVINLYLELLKERELREPN
KFLKCHFFNTFFYKKLINGGYDYKSVRRWTTKRKLGYNLIDCDKIFVPIHKDVHWCLAVINIKEKKFQYLDSLGYMDMKA
LRILAKYLVDEVKDKSGKQIDVHAWKQEGVQNLPLQENGYFSYLCSSPITDTIIFLLDLVP*                  
>Bdis_2g17140                                                                   
MEWSGPDMNKYYRINNNMKANMDHNVETTTFEDFENRPLKKAKCSESKGDDNQTVSADHDKPPDESEHINDGAYDYLPQD
YALTELDVCAHVVIEDSSEKEILVKIDQVYVKQCELVCLLDSAKWLNDDIHLPVNIEHSHWYLACINVEKSEIQVLDSLC
WEHNRVDLTNTLQGLQYHLDILKTQENLSKHNWKDFDVTKWTIREQLHNPIPKDSSSCGLFMLKFMEYWTGHALTHSITQ
ENIIDFRYKLAAVLLCWNTNTAQASTMIEESDFSEGDPNDIMMFESLDEENQPNPLNSLSIEKRYQSPISVVSSMSVHEL
EGGLCNYIKSINSAETLEKVWVQSSDPYTISLTLKRLQGMLNEKLPMERDCFNLVVRKIMFDDIQTLKKRNRLISKHYLD
MRFWMITDFGRHPNYRKKLDVEQLACSVCSWPGIKYNVSSCKTIHIPIQSNNGFILFVLAKDTRTVYILDPTPIDPIYQR
NPYAKYVPRLQWIAEHLPKAMSKTCPGSTWNENIFLWHHHIINNIPIHNRESSGYLITLFMSAWEDEKLNLPFSKDGYEL
SKQILGKLLTFKKNECEVNMPAGVLDIINSIRNIQTNMNVKT*                                     
>Bdis_2g24250                                                                   
MDRSLHQKISSPVKTLSSSDPTPQPSTPQAQQGSKEEINRAQHPAAQQCPKEEINRHARLAYQVLPIDLDQAGTAIYNNH
NMDQDFENRPLKKAKNCESSVLDDPLTSPSISASSLISYLQINSDPLGSPPSTTNSTSSALSVIMNEEKASADDDNQTVP
PSATNSTPSTVSEFMNEEKASEDDDNQTVSANDNNQLDEHEEITDDLTYDYLPQEKASEDDDDKQTVSEHKEIIDDVTYD
YLPQDYALSDLDECAHLIINDSSEKEILVKIDQVFVEQCELVCLQDSTKWLNDAVISAYICCIKEVHVQNKNNPIVYFEN
PCFTGLLKRDGEIGIHGATFLTDIVVKYLQHDMINLPINIERSRWYLACVNVKKSEIQVLDSLCWEHNRIDLTKMIITDF
GRHPKFRKKLDVEKLAYSVRSWPGIKYNVSSCKMIHIPIKSSREFILFILDKDTRTVYILDPTPIDPIYQRNPHAKYVYR
LIWIAEHLPKAMSVTCPGSIHENILLWHQEIINNIPIQNRELSGYLVTHFMSTWDDEKVNLPFLKDGYELRKQILGKLLT
FKENECEDNMPIGVLDFINCIRKIKPNINVKN*                                               
>Bdis_2g25650                                                                   
MDHDVETNTLEDLDNRPLITARCCESVLLDDLPSVSASSRVSETCTQSDDHIDADPLPSPPSATKLTVSELTNDEKDPDD
ASQTIGSESADHIDGDPLLSPPSTTKSTVSELMNEENTNDVIYELADEEKTDVTYDYLPQDYALTELDLCAHLVIEDSLE
KQILVKIDQIHLPINIKHSHWYLACVNVEKSEIQVLDSLCWERKRVDLTNTLQGLQYHLNILKTQENLCNHNWKDLDVTK
WTITEQLHNPIQKDRKVWVQSSGPYPISLTLKRLQGMLNEKLLMEHDCFNLVMITDFGRHPNFRKKLDLEQLAYSISSWP
GITYNVSSCKTIHIPIQSNNGFILFVLAKDTRTVYILDPTPIDPIYQRNPYAKYVPRLLWIAEHLPKTMSNACPESTWNE
NIFLWHQHVINNIPIHNGELSGYLITLFMSTWDDEKLNLPFLKEGYELRKQILAKLLTFKKNDCEVNMPAGVLDIINCIR
NIQTNMNVKT*                                                                     
>Bdis_2g26350                                                                   
METNFFPPTKSKKSATTNKDPSPSSDQSPSSEPKTPALSKTISKAKETVACSPTAMYEVIDSLDKKQKDEIASYNLGGLL
QIPNVQIRRKACMEVADSYSVEDDAFIINDTKIRMVLKDVVHILDLPDEGETPDVKAKHKDEKIIQDITSDAEYVLHRPV
YSTNHVHDKGFVFPDIPFTQTEKTYCQVGDECKWHTGPHSTNIHDETDKDDDEERDEDGEGKGNSIAKRLRGPSGRKSTS
SFKKTEFCYYDHAKKERRKEKEKNDDVDETLSWVNKQRDTRALAIIESVTITKKLLECLTVHYPTDSVKKYLGDDIIDVA
IFHHRSQNMIDERDDGRVLVEITHIVRKLSSDKKHYDSSMGRTERRRYIDLAIEWLLHDMLEGMKMYLRMAKDSSKEVDR
FNRWPDLNVNSWEHVNINHVPRQKDGTSCGLFVIKYIQLWSGSKLSKRFSQKDMEIFRRQLPCDILYSVLNKIKIRDMQM
RESEEEIPVCSDSSES*                                                               
>Bdis_2g31170                                                                   
MVRKRHDVASGEEDIKHVAVRNRASPFGLTKLYKHFNVAQKLDIRNMEFTPFLHINTTKLHNKAMDWLASCYDSSARCLL
ILAKGRIPMTEGSVYNALGCPRAPLHSQVNIMLKDMTESGDRFKRLALMYIMSTILAPTTSTRISNRCYPVLLLYVDSLD
ISELGLDLPAAPFGVTAWTNSLIDEVLKADTKEDGSFGKRYLHERKKVETLVGQFASGMTCLLDNLVQGWTGLTPPESEE
MARRFGTVTGGAPTRSRTARGRFEGYNYPSDIDDEDEQVQDSGESSDSDDDSPCNPGGGEGEGKKDGDNEDGGMGRDNAH
EGQGSGNDGGGNNYDGSGRNDNDEAAPNDEPGDESGGGGGRGEAGDRDKGTMDAVHREITKIVAGELNLKRKSMSDMPPD



ADLDKCKKPRSTKMVLTKSTRPARRSPRFSPTKGGAREEDSPAGVPAIEKVLKKAVTKHIAPSKSSPRLCRNPDGAQNDD
LTNAVRIAVKVTEKAPARRSPRVSRNGPSRKTDEASIDGASSTASRIPELAPRAHIKKQSADQARAHASVCRTNSIFDRL
RSQLRAQKEADPNVADGHTVDDPKVADPKAAYHKAADGHTVVAASAPIGSAVRHVLIASPDPGVVTASGSRPVDAASPAV
GTASRPVEIVSPVVGSEARPVNIVSPAAPSARPEPLPLKPGGVSVSGQAGAPGGELIDELSPTGQEAMEELVGLHTGMFP
ASLLFENRGHQVVVPKTSGRTKASVKLGLGRRSVVANRQSPRIAQQQRCEASAGTTDRRATPLDHSFGVYPTLKCGDVVL
SAVYLSPEEVEAFDIMDKQARERDASASGYAEAPDNLETPMKNSSIQKAVDCSATPATTIIPKRIVQPSKYMRGPTIVIQ
CKSTFAELGELAMAVKPRGRLGTNLAEAAIEYIQRFECPEDKVVVPYVVARKLSEGHTRHNLINKVFSQDPVSKLTRKKV
VMLPFLQLWGESEKDKEGHWYTVSVNSNQWKFEILDSLRGPDDEELRLHSGEMVLNIKRAWREHYADAKMQIQDFTTEHI
SVPMQDNM*                                                                       
>Bdis_2g33410                                                                   
MNIDSNYLGLILEEEDFMKLNLASLTINFLKKAMTDCKMKRVQNIQGNLCLLQMWYWEKIYFNENRQHMHVEHSRRLRPL
IQHWDEEKARERSKSTFGEGEIIEKIMSTRNGEKEQHKKIDAECPSQKMPKGDNDEVLQLLREIMSKQDSLEGQFVNHRD
VVQADLTNMGNRLDEMKRTSEEVKASHATDEDNPIANTAPTSGNQDGQRPKRVRNNDSQKNAELRKKDLECLTQEFEKDS
SQKYLTDSIFLPLNHSRHWYLSMVNPSLKEIHILDSLHNPAASKESNCTDQTKLSEVLQGMERYMELLDTTEDNTAHTNA
IWTDFKVSTWKRKFIRGLPQQRDGSSCGLFMLKFMENWLGEKLQERFTQRQIDTFRKELPCTLLRCNLNKAPYMDSPPEG
NSPQISNGGLSEVQEVDAVGNPMISNSTSAETTKFFLVFL*                                       
>Bdis_2g61630                                                                   
MEMYLRMAKDSSKEVDRFNRWPDLSVNTWEHVNINHVPRQKDGTSCGLFVIKYIQLWSGSKLSKRFSQTKNIHSHLMHQS
GERAIPDSSPSSSSHDDGRQEGLAVWSKRPAGRTKFKETRHPVYRGVRHHGAAGRWVCEVRVLGAHGKRLWLGTHLTTES
TGRAHDGAMLALLHIPIHIQEDHGRAWGNAGRRKARAADQRAARARAGQRKRRRRTAWRARSAAGVWAASGAARGGHGRL
DADHGHGDDSPETKAMAGGFVRAEHGAANGTRQSRPSSSSTAAGRSGTAAGGALGALAAARRGRGKARHGGAGRHRALAA
APRPLRQRLD*                                                                     
>Bdis_2g62120                                                                   
MGCRHELLRPVLQSSARGGRLASRLARSTLPRPKHCSLLFSAAYAAAGTRVPEEAQLRLYGLYKIATEGPCTAPQPSALK
LKARAKCYFFFLCLQNMDHNVETATFEDFDNRPLKKTKCSGSGVLDDLLPSPSISASSLVSECSETKSTQARSPEEAARI
GRTRQRELPELVSSECSETKSTLSPVSDLINEEKTSEDDDKQTISADDDKQPDVPQHTNDGTYDYLPQDYALTELDLCAH
LVIEDSSEEEILVKIDQVISAYIYCIKEVHEQNKNDHKVYFENTFLTGLLKRDGEIGIHETTFMTKIVRDYLKHDMVTSI
AMIIHLPINITHTHWYLACVNVEKSEIQVLDSLCWEHNRVDLTNTVYIYQVPDVFPVLAKSREALATRTLHSELVYNYSG
SRHITESLKAEAMWYR*                                                               
>Bdis_3g00450                                                                   
MLSFVECNLPWKNLGQMSGNCDMKEIRNQLCDFFMDELDAMHAPRSFGSTPDFSPNKSERGNGKFSSNYAKFKNSFAEDK
NDAPPALDKETEDDSYRIPEEDIAFSTEHLGFDHSDKGIDITVFRSDLCNLNNLKVLDASLMRCWTVHLIEKCRKEQIEI
GFLDPHVMSYQTIEGGSKENQSEETERAKVRVLRYLADALVVQQDKRFIIFAHNDYYHWITIAIIPSSSEVYYLDSKKKV
RNWEKMQKFIDQAWALDHADGPKLSHHFGFDCDQQTETDTVKCGYYACHNMLLIAEWTLANKEGFPVKLGACDAEMVSSQ
LKKFLDMKIKAEKNKPASQANSAPPMEKEQASQSSSEPPKKSLKIKKKQE*                             
>Bdis_3g18780                                                                   
MAAVARGARSRRTMARRSSTEEPGVYGINKLMPQTEVRVFSLKLANIPVDSGSVELYGYIAVRDGLDRLLNYVVNFSRDD
PIIVEQGALINMNGPKRAIHMYDTVFIEYDMKIKTGQQEKDDLQLIDGLSFIDDTGTWNRHTITRRINGDSGAVDLTFLR
LERAVQGTVEVSISEVKCSFKLSLGCILSRLNEEICLFDGNIGGESSVLRSSVVAVNIDSGMDLKFKFGSESSISVEVCS
FEASNHGVSTQQIKTDIALISVTTHFDAKIKSSSRWSLAIVDYVILDYRLSPTKTKTFSSQHMSSHQAKNMDHNVETATF
EDFDNRPLKKTKCSWSGVLDDLLPSPSISASSLVSECSETKSTLSPVSDLINEEKTSEDDDKQTISADDDKQPDDITQIC
CIRLFVDYALTELDLCAHLVIEDSSEEEILVKIDQVISAYIYCIKEVHEQNKNDHKVYFENTFLTGLLKRDGETGIHETT
FMTKIVRDYLKHDMVTSIPMIIHLPINITHTHWYLACVNVEKSEIQVLDSLCWEHNRVDLTNTLQGLQYHLDILKTQENL
SNHNWKDLDVTKWTIKEQLHNPIQKDSSSCGLFMLKFMEYWTGPTLTHPITQENIVYFKYKLAAILLCWKTNTAQSTAMI
EESDYSEGDPYDVMMLEGLDDENHPNPLNLLSIEKRYQSLISVVSNMSIHELEGGLCNYIKSISSAETLEKVWLQSSDPY
PISLTLKRLQGMLNEKLPMERDCFNLVMIIDFGRHPNYRKKLDVEQLAYSVRSWPGIKYNVSSCKTPVYIYQVPVVFPVL
AKSREALTTRTLHSELVYNYSGSRQITESLKAEAMWYR*                                         
>Bdis_3g33270                                                                   
MTHNDCVDTQGSTITSTVPEKKNDSKPLQVTTKLNAGTTVLSKGCKCVHIPLTDSEQYAHTSRWKGFSRNLHWQWSGYLK
RDGGNNEDGTDIDVDPSDRKRQWIVNMVIEYLDSDMVFLPINMKDSHWYMASINAPKRVIQVLDSFGVTMNRVDLHKTLK
GLTKYIEIAQQTIPDILCNKWPDMEVSKWEVKEMLQMKTQTDSSSRGLFMLNYIEHFTGHELSEPVEQSDMSAFRRKIPL
ILFNTELNTNPRIFLECDEVFPGISEVTVKQLEDGLEPEKIIVVGFLRNLGWGEGYAHFDIDDCTGTTIVSFVKWVKDDA
DEKQATTLEDDKYFSVIANFAPRKTNGHSTAIFVRPITDFNEVPLHFLKCIKNEVERDRGERPWRTMRTSEWREPS*   
>Bdis_3g60530                                                                   
MATPAMYSGCSNSDASFDGYQHTGMMSGIQAVEEDEFGSTQLPKEIIADSEEEGSLSSSPETSSTSNYGYIQQDLQNISN
ALHEMVDKEGPVVLNPDFAFCDSALHLLPHLTFSSEGFKIEHFDMASCEDDEMMTSLCWDVCDIVSIGCKWTASVESAFI
TLLVGSSAKATNSGPVRVEFCLTDPHWPRKQEKIWHLASRYQEIWNTPSISISEDFAPESWSIEPSLFYPKQYFFGTSDF
EDIIYPKGEPDAVSISSRDVELLLPETFVNDTIIDFYIKYLSTRIETTVKRRFHFFNSFFFRKLKDLDKDQGRAPEGRTA
FLRVRKWTRKIDIFAKDFLFIPVNFNLHWSLIVICHPGEVATYEDDETKVPGKVPCILHMDSLKDSHSGLKDIVQSYLWE
EWKERHPESALDISDKFLNLRFVSLELPQQDNSFDCGLFLLHYVELFLMDVPSSFNPLKIDVHSSFLSDDWFVPAEASLK
RSLIRKLIHELVTEPSPNFPKLACGLEQLNERHQRSEHTEQEGAREFPALGCSVGEPDTVCQIPETCPQSTSICLNDSER
GLPLSGSILETGEVAMFAVQNMLVCPPDSDSVVCLPSPGAKNKSLLADLDSQLDLRSCAEALEGDGCVVKDKDTYEESVL



DSLHNNQKNSSQAEVNVLGVMDSKELSLEANGSEVEDDCDDSQDMDSFMMLDASKDDTGPDAESTGGEAEHGRCDLPDVM
DCVATGDINGDSEQINIAEVENGSRDDMGSVAEGEMSKDVDVHSAETNIVAESEDTKHEDTRVDVRAEDATKEDDTNETS
AAVNEQHVSSEPKEGRNTDSRNGTNEACADGEDNARDNLAAVPPCEDDAPRSAATEKLHLGSGTSSAGDETVVAEGSSSS
KPSDATKRALPDKCSQDDAAAAEECGEAKLQEHYYKRRKVSAPEE*MATPAMYSGCSNSDASFDGYQHTGMMSGIQAVEE
DEFGSTQLPKEIIADSEEEGSLSSSPETSSTSNYGYIQQDLQNISNALHEMVDKEGPVVLNPDFAFCDSALHLLPHLTFS
SEGFKIEHFDMASCEDDEMMTSLCWDVCDIVSIGCKWTASVESAFITLLVGSSAKATNSGPVRVEFCLTDPHWPRKQEKI
WHLASRYQEIWNTPSISISEDFAPESWSIEPSLFYPKQYFFGTSDFEDIIYPKGEPDAVSISSRDVELLLPETFVNDTII
DFYIKYLSTRIETTVKRRFHFFNSFFFRKLKDLDKDQGRAPEGRTAFLRVRKWTRKIDIFAKDFLFIPVNFNLHWSLIVI
CHPGEVATYEDDETKVPGKVPCILHMDSLKDSHSGLKDIVQSYLWEEWKERHPESALDISDKFLNLRFVSLELPQQDNSF
DCGLFLLHYVELFLMDVPSSFNPLKIDVHSSFLSDDWFVPAEASLKRSLIRKLIHELVTEPSPNFPKLACGLEQLNERHQ
RSEHTEQEGAREFPALGCSVGEPDTVCQIPETCPQSTSICLNDSERGLPLSGSILETGEVCPPDSDSVVCLPSPGAKNKS
LLADLDSQLDLRSCAEALEGDGCVVKDKDTYEESVLDSLHNNQKNSSQAEVNVLGVMDSKELSLEANGSEVEDDCDDSQD
MDSFMMLDASKDDTGPDAESTGGEAEHGRCDLPDVMDCVATGDINGDSEQINIAEVENGSRDDMGSVAEGEMSKDVDVHS
AETNIVAESEDTKHEDTRVDVRAEDATKEDDTNETSAAVNEQHVSSEPKEGRNTDSRNGTNEACADGEDNARDNLAAVPP
CEDDAPRSAATEKLHLGSGTSSAGDETVVAEGSSSSKPSDATKRALPDKCSQDDAAAAEECGEAKLQEHYYKRRKVSAPE
E*                                                                              
>Bdis_4g02360                                                                   
MARPTNQGGGGRIDIDWAEMFKDPNPDNVSFAAASPTPSAAAKRMRKREAAAFDDSPVPWAAAERKVKRMRTRQAALDVE
LSDDCLRREIEWMTDEELREQMAAIPRPPFSTLLGESRRRNRRLLPLLEAEARRRGIDPRMRSKVVADCNRGNARPQASI
VYDFGVFYFFIAFTFCVQEEDTAPIYISITFSRGGYAEKVKIFCTKKITILKVFVGFALYKLPLFHIARVCKTTSCSIAC
SVKAVELFTVEVHDVVLLDDEDVQPEEPVDCVVSDKWIEKKIYYPSSDDPEAVELSGSDIKCLSPGVYLSSPVINFYILY
IKRERFQIEDGRGRFHMFNTYFYSKLQEALSGKGEFLKLRRWWKGVNIFQRGYIIIPIHGTSHWSLVIICIPAKESNSGP
IILHLDSLGMHPSAEIFETVGRYLEAEWSHLRKNPPSDISISEAIWEDLPRNIHKEKVEVPGQNNAYDCGIFMLYYIKQF
IRQAPERFTRDNLGMFSRSWFRPEDASDLRKRIRELLLEQFESEMVDDAISEAATSDGSDEEGIIKEGQSEVVTTCDSSE
MLVGGGDASTSDEDIVEVGSLEEAPSIRECVLSEAAMFSDGTKDDVDTVNLGSVSPKAKPWNEIFPSGGSENNEVFVHRA
PSPDIYSDSDIEITGVRNRRHDRPTYCIG*                                                  
>Bdis_4g09550                                                                   
MGRGNAHEGQGSGNDGGGNNNDGSGCNDNDEAAPNDEPGDESGGRGGRGEADDRDKGTTDDVHREITKIVAAELNLKRKR
SDMPPHADLDKCKKPRSTKMVPTKSTRPARRSPRFSPTKGGAREEDSPAGAPAIEKVLKKAVTKHIAPSRSSPRLYRNLD
GAQNNDLTNAARIAVKRQIRRRQITRRISQYGRSEGGRSQGADHKTAYPKAADPKAADHKAADGHTVVAASALVGSAVRP
VLIASPDPGVVTAFGSRPVDAASPAVWSASRPVVIVSPVVGSEVRPVDIVSPAAPSARPEPVPLKPGGVSVSGQALIDEL
SPTGQEAVEGLVGLRTGMFPASLLFENRGHQAVVPKTSGRTKAAVKLGLGRKSVVANRQSPRIAQQQRCEASGGMTDRRA
TPLVHVQASHRHPLAFTPPSCDLGFSPATLLFDPTPSVTESEKIKCGDVVLSSVDLSPEEVEAFDIMDKQARERDAAASG
YAEAPDKMETPMKNSSIQKAVDCSATPATTIIPKRIVQPSKYMRGPYVKIKASAAVNELYQKVKRFGGGRKTSKTNKTIV
ILCKSTFAELGELAMAVKPRGVCSYIYVVMFPFLQLWGGESAKDREGHWYTVSVNTNQRKFEILDSLRGPNDEELRLHSG
EMLLNIKRAWREHYADTKMQIQDFTTEHISVPMQDNIDDCGFYMLEFLKKWDGRVVPAFGPDEIVETRKIITHQLVTNQH
FNEKKNAKEFIEQHSK*                                                               
>Bdis_4g16250                                                                   
FSQEIGSKLTRKYIIMFPFIQTWGVGKDKVGHWYTISINTKQRMFEILDSLRGPDNDDLQSHSRVMLAHIKRAWKEHYGG
AKLQIEDFTTQHIDVPKQNNLDDCGFYMLEFMRKWDGRVVPALELDDIVELRKVLTYKMIVTQPFNEKKNAKDFIEENTK
*                                                                               
>Bdis_4g22300                                                                   
MLEDRRARGDRPSIFPLHPSTSAAAEALNSPTWDPTEQRLWKRWRGGLTEDSSGGGGRALDPGEQRLWEEAARGGGGRAD
AGGGGGREREMRGGSSVDEEERAGSFILDIYKTEEREESKDFIDRIRLEFPKVPQQNGEECGIYVLYFIYCFLQNRKLAE
VIENKGLEEDFSQLFDDGSFDPEELENFRNDVHLFQANRSTKTEE*                                  
>Bdis_4g22405                                                                   
MARRSRSQVLVDLDSDEGDECKNKPSRASRRATMNTSGSSQNVLPSFDGNLPPKRSSKRIAISKRDKTNQDKLDTEIFEL
YMEDLWKRIDEDKKSAYAYFDSLWFNMYNRGDKKSNVLKWIKAKKIFARQYVFVPIVCWGHWNLLVLCNFGETSYSDTKK
KPRMLLLDSLKTTNRTELQSTIRSFIADILKTEEREDNELFIKKVHLEFPEVPQQTGEECGIYVLFFIYCFLQNEKLGED
FSQLSKDVMFNPEELEKFHKDIRSFQASRNAKMAE*MLKDMLVSAECKNKPSRASRRATMNTSGSSQNVLPSFDGNLPPK
RSSKRIAISKRDKTNQDKLDTEIFELYMEDLWKRIDEDKKSAYAYFDSLWFNMYNRGDKKSNVLKWIKAKKIFARQYVFV
PIVCWGHWNLLVLCNFGETSYSDTKKKPRMLLLDSLKTTNRTELQSTIRSFIADILKTEEREDNELFIKKVHLEFPEVPQ
QTGEECGIYVLFFIYCFLQNEKLGEDFSQLSKDVMFNPEELEKFHKDIRSFQASRNAKMAE*                  
>Bdis_4g27000                                                                   
MNEEKASEDDDKQAVSEHKEIIDDVTYDYLPQDYALSDLDECAHLIINDSSEKEILVKIDQVFVKQCELVCLQDSTKWLN
DAVISAYICCIKEVHVQNKNNPIVYFENPCFTRLLKRDGEIGIHGATFLTDIVEKYLQHDMINLPINIERSHWYLACVNV
KKSEIQVLDSLCWEHNRIDLTKTLQGLQYHLDILKTQKNLCNHNWKDLDVTNWAIMEQLHNPIQEDMKVWVQSSKPYPIS
LTLKKLQGMLNEELPMDCECFNLVVRKMLTDFGRHPKFRKKLDVEKLAYFVRSWPGIKYNVSFCKTIHIPIKSSREFLLF
ILDKDTRTVYILDPTPIDPIYQRNPHAKYVYRLLWIAEHLPKAMSVTFPGSTWNENILLWHQEIINNIPIQNRELSGYLV
THFMSTWDDEKVNLPFLKDGYELRKQILGKLLTFKENECEDNMPIGVLDFINCIRKIKPNINVKN*              
>Bdis_4g45245                                                                   
MDERVLSYGDVVLLRSDLAILRGPHFLNDRIIAFYLAHLSASFHGDGDLLLLPPSIPYLLSNLPDPESVAEPLCLASRRL



VLLPVNDNPDASVANGGSHWTLLVLDAATTDPQAPRFVHHDSLRGSANAAAARRLARALTAGGAPLRFVEAPTPTQRNGH
DCGVYVLAVARAICGWWRSSRRRENQQGGGGDWFATMMEEVDAESVGAMRAELLQLIHRLIQDKEQEEEKKSKAGVEDTC
GQ*                                                                             
>Bdis_5g12790                                                                   
MAVADPLLFNATLLGPDPLLAESRRLAIEYLTQFMLKHRDRRFVLILYHLHGHWVTIAICLDVGGVTYFDPLRRKENEPQ
RDFEPIKYVIDAAYRDAVKWYGMPNFSRNRDAPLRHTFNFPYEQQPEGSIYCGYYYAHTIQQMINDFKLKGKKTFEEVRN
WFLANAELGHNSEILVYEIQKDIGEILNKEVLKSSRDYYGGGIVAKSG*                               
>Bdis_5g15320                                                                   
MRAKAAFVFERNANTHVWSEPIERYRELRNMASTALFKASKNSEISRHVKDFLQSIVGGPIDADGETELTTFGPLPAHFS
GYSQFSREKILDPKKIFPKGAPSELKNMGNRLDEMKHASEEVKIVNAGIYYMRSLSDHQGDKKVWVECTWIVIQLVKAGK
SKQRSLDKLSKLSRRNKAKNYLKHDMIFLPLNHSRHWYLSAVNPSLKEIHILDSLHNPAASKESSCTDRTELSEVLQGME
RYMELLDTTEDNTAHTNAIWTDFKVSTWKRKFIRGLPQQRDGSSCGLFMLKLWRTGWEKSYRRDSRSAKLIHSERTYHAR
CSAVI*                                                                          
>Sbic_01g002723                                                                 
DTYDYLPQDYTLTNMDLCAQILIETSSKDDLLVKIDEISVKQHQLLCLLDQGKWLDDDVISAYICCIRDQVHLQNMDNAK
IYFQNPFITGLFKRDGNIGVHEDSTFITEIVRKYLEHEMIFLPINIKDNHWYLAVLNARKSEIQVLDSLCWKFNRADLTI
MLQGLQYHLDILESQQNLIKHVWKDLHVTKWKVREKLQEPIQKDSSSCGLFLLKFMEYWTGDTLSHPITQESINLFRYKL
AGILSCWKSNTAPLLTNFQENLDNKSNPDDVIILESKMGIRELVGGLCDYIKSINCPQTLEKVWVQNCKPYSISLTLKKL
QEILNHDMPMDIDTFNLVVPKHMLDDIQMVKNQRGMISKHYLDLQFW                                 
>Sbic_01g017220                                                                 
MQLGKLNDELYNRRNVSSMAACPTINLTGGIPEGRRFLITDEEKAYYKIICGLAYSQWSCFKAVEFSKTSVTYSSLGQSV
EPRGKVDNFFVACMCRKFLEDEHPRQSKKHYFYPKVGGCLYTYNCIYDMDTVRNCFLGANSAHKLHLSDKLCFPIIIEKH
WFVFIVDLKNKLFVFLDSYFSDNHNFQVRARTKLINAFKDSWHQYAEGNVDVDTFSVFYPPVSKQNNVVDCSVFALKFME
LWDRNVDLRDLLDHSDIPDIRVKLGIDLFFSKGNCIDKSLVMNLYKQGVDPRVCN*                        
>Sbic_01g020860                                                                 
MPDEGFQFLHDTHRSEHVVPNITAGGFAGRNADDRTHVLPNDTAAEDFEFLEAMLHRHTEPSMLLMKGMEALKKAAEEPL
YDESKGCTKEFTTLRSITIQSLRHITASYISSRLWSICSRWVRARVPAKKANSGLSFADPMVEEAAKNIFKVAAKQKAGE
FKPQREKDVLTVALGNPEHPGRVRGISSKEGWKEGFGPEWEGMYRKRDRYKEELSNFFKEEAKKEVEQVMNKMLSDPPPE
LMQRLASAMSSQLSGQPRQMQLVVASTTSQQAPVVPSSVASTGNKDRYPVDEIESPVRCSLVIRYGLNNNRTREVATGLA
IPGRQFHGSEIPEDYCRVEVQTVVQGYEDDMLDIPGPEGIEKLGQAIKNFILWPRRDVLLSEVPQPSSQEVPLTQESSLP
DVGGNITLPSLPPSSIFAPPSSPIMPHPPSPPPSPKPQPSPAPPESSTPPPPKNAETPPQPTKDDETTPPPPKKLQFSVP
KLVSPFEPKKRKSAGTALFLSGIAMSRTTKLVDLAEHEKAAKKSEPAFVNIRPPTKDDYKYVPKKYELGRPLLTWDKLKK
VPAGVKRFHDWYMRAASVGIDTISVDIPAEAFNSDHTRAIVTFEDMWLMMNLQRLDVQLITVFALMQYEQQQMRYGPDPS
TNANKRVAYMSPMRICEDEHTFRIGKDHDSLKGLDPKEQEDEIKKREKKQIASYGLYLAMTMLEFQDRELIFAPYHFRDH
WICLMINPKYGRVHVLDSADYEPTTYAPFISLLERAYRYYKIKGGKCESGIQGQPLRFFYKWPCHKQPLGSVHCGFYVCE
FMREGGRYMTNPYKQKDFEKAKSMSEATLYNIVEDLCKFMLREVIPSEGKYHDRTSALAKPEYGALREISRLKLTRSGY*
>Sbic_01g022175                                                                 
VFLPINITKFHWYLAVVNASEGEIHVLDSFGENMTNWTDLKYTLIGMERLIKHALLSTPLDQTKWKHGVEVSTWEIKHKI
VEQMQKDGCSCGLWLINYMEYWTGTVLSYQISQKDISNFRYKLPAILYNSPLNEARGLPDDGYQYETNNIEDDDVTELDD
LDILMSGDIKLTRTLKWKSREDLLSAIYTIIHLIGSDETFDKDWVRSTRPYPISLSLRKIKNILNENREMDHECFNMAIQ
KAVCNQDMMLKKQKYHFMDLRFAEITRFGRDQRCCGKIDKVYHEKLRKVLEYWPNMEYKITDCSH               
>Sbic_01g025320                                                                 
MAEVATGLAHPPIPGDIWHHKPVRADYSKVEVHTVNPEYAKHKIEHPTSEGIRELGLLMKQFILWYKKDIVLNVSSPTPS
DVHLERVHLEDGAVYSPSHEDHLMHERVPASPTAGEQGVEPGHDETPHEPQIGEPSVARAEPEHEMPHVPQSPQPSTARA
EPKRDETPHVPHSPKPSTARAESEHDETPHVPPKPQHSPARPEQGHDEMAQTFQQAPPTHEELLPLVCEAREKIPIMIRS
TGSKFFVDMNVSGMYKWYAHDQFKPENQGPNKFAYRMPTDTSDYTTITKYPDVETIKWSKDCPKEYVKGKRFLPNRVLCK
MPYGMRRFHDWYYLHVSRTELNVLEAVIPARTFGGPAAGIAFDFSDIQSCFHLSSMSMNLIRTWCLMQANFMKSTRSTKA
GYVDPMPITQINFNYPSRWELDAPQLAAGGTLAEKEKIRAAKIREESLKVAAWIAVCLKNLQHFETIWIPYHFNNHWIVI
GLDVGMNMAWICDSADFDPHTYKDFMSILITAFRAYVKNHKGRHDPGLGSHLRFKSLCSFPKQRPGSLHCGYYVCAFISN
TKGYRRHPELWKEEKGLKRDVYRDDDLLEIVGDLCNFIVDHVVYYKGDYHNPQSDLGSNPLYEHLRQWDRLCLGR*    
>Sbic_01g025810                                                                 
MASPSPPPPPTPISLFPTPSPPLRTTEKNLAMTTSPSENTEQAQGSGPMEQAPGSGPTVQEKGTDHTEKAPGSGPTVQEK
GSDCTEKALGSSPTVQEKGSEHVEKEQGSHNTEQAEGSRESTPSYETSVSDIPDPRIERNARREYARDPDYNPEIEEEVL
SQLKEMEEILSQEEVAHESAPEPTTETTTETGNKRKRGERGLNQFPKVTYRVTDVSATGQPLAPAETLPKWRNTLGFLVR
DHLDITVREWKNVDNNEIKRMWNRLLTRFVLPQGSEDLVKEHTLKQWGIMFRNYKSELNSKWAKKGLDPTKRYKITAGQW
AVFLEQRNSDEFKALSESKSELAKRNKYHHHLGTGGYQRKLAQWEQEDEAQRAQGLPALPDQLGRRGSRWVRARVPAKKA
NSGLSFADPMVEEAAKNIFKVAAKQKAGEFKPQREKDVLTVALGNPEHPGRVRGISSKEGWKEGFGPEWEGMYRKRDRYK
EELSNFLRRRLRKKSNSQLSGQPRQMQLVVAPTTSQQAPVVPSSVASTGNKDRYPVDEIESPVRCSLVIRYGLNNNRTRE
VATGLAIPGRQFHGSNIPEDYCRVEVQTVVQGYEDDMLDIPGPEGIEKLGQAIKNFILWPRRDVLLSEVPQPSSQEVPLT
QESSLPDVGGNITLPSLPPSPIFAPPSSPIMPHPPSPPPSPKPQPSPAPPESSTPPPPKNAETPPQPTKDDETTPPPPKK
LKFSVPKLVSPFEPKKRKSAGTALFLSGIAMSRTTKLVDLAEHEKAAKKSEPAFVNIRPPTKDDYKYVPKKYELGRPLLT
WDKLKKVPAGVKRFHDWYMRAASVGIDTISVDIPAEAFNSDHTRAIVTFEDMWLMMNLQRLDVQLITVFALMQYEQQQMR



YGPDPSTNANKRVAYMSPMRICEDEHTFRIGKDHDSLKGLDPKEQEDEIKKREKKQIASYGLYLAMTMLEFQDRELIFAP
YHFRDHWICLMINPKHGRVHVLDSADYEPTTYAPFISLLERAYRYYKIKGGKCESGIQGQPLRFFYKWPCHKQPLGSVHC
GFYVCEFMREGGRYMTNPYKQKDFEKAKSMSEATLYNIVEDLCKFMLREVIPSEGKYHDRTSALAKPEYGALREISRLKL
TRSGY*                                                                          
>Sbic_01g026322                                                                 
VIDAYVKLLKAQDGLKKREGGTVYLETACLTACMKRDGENNKTMDDIYPKRGHRPALVQRVQTYLGHDMVFLPINVTHTH
WYLAVINADKHEVQLIGLRRQIEFVFNEEKDLKEHKWRDVKVDDWPVKEIFRDKFLQKDGFSCGLFLINFMEYWTGNELS
DNFNQDDMKAFRLKLAAILLSSDLNKRKGCPYLDSDENIGSPSDCTIIENPKMADQASTKKRKHSKEIECSVVQTDTQHL
QTHNISSQVDVLQEDDEFWAFEVMKDMPMSKEEMTELLCDYVMAIQDEAILKKPWVKGFHPSMIALSVQDLQELLMNNRD
IPENCFEIRVRFQAAREYNRMKNYNNIMKHYMDLKFC                                           
>Sbic_01g033010                                                                 
METRGRKKRRVEDVCSQDEFVDLEGSQSDDVVCSQYANDDSFLNKSSSDVELFSVDSSSDDSGPQRFNKTLYKECLKDFN
RIRALKRKMYLALVSQSKKKKSSSHSSGGFTRQSLSEFSSVITSMSEAKKDVIRRYGFGSLLLFDKCFVPKKFTKWLASL
IESKSGDLIVNGKVISLTAKSMNLVLGIPVSGTPFPSNYSAGRAIVLSKIDKTSLPQVSFFADKLTADDLTDDLVLICFL
VVALHCFLCPNSNLVPSPRYLGIFEDLEHMSSFDWSGFVLRWLLDGVKSFNKVKKVGQKSSGTLGGCMFYLAVIYLDHVD
FSHRHVSESFPRIAVWKQNMIKDFSDLDVKTPSGYGMRPLLDFEKTCYHKALHSHQESGAEFSDGAEFLTKLEEACGCHV
PDSLKASLLEVIEDHCNSCLPSIPIDLVSLGALPVELKTMFSKLMNHVYSFKQNSEELVIKVLKEFADYESSSDPPTVSP
VMASASKNVNAIHEPHDSQVNVEKDKRASLAKDTVVSPVSSPLGCQGVVGVAPSSSSKCVPSCLKKQIKFGSDVAPTQPY
DPLPKSVQPCHLVGKSSSNSLPSHVVEDVIHVAIDHDSDVLAGAINSQDHLIPGQIVMQTLPFSDDESPHITPELSKKLP
PISQLKSSSKAGSSVGLPINVSSPEVTIVGSRSLSQKLMSMGKKSEALYDSKLQSSRSGLVTPRPSVSKVHGYPSVIGNQ
FSRSSSKSDFKISESSTGGKVPLHGPRRVVKPSHYVSDEFEIQRVKFKVSKSQIMKYKAICNLAMSRNSGDDAILFGGVR
CTFWALGESLKPGGFVINFVMAAFCYHLYSQPSGHLDVSKCHYFFSSISDQLLKDSDVANEDILNKAFTRTSKSRPLYCS
NLLFFPCLYDEHWFVFVVDIKDRSFVFLDSYYGLQDEYQVEMRDKLISNFKFWWKKFGLIDMGFHGYTVSYHFVPKQAAN
NLSDSGIFAMMFLEHWKSPRSSIFTLFKESDIPNLRIKFANDLVFSAKNTGRKDLVTSYQFEDDQDV*            
>Sbic_01g035640                                                                 
MTASASALLHYSRKRQLDAPPLPRHFNGPQSHTRLSQRLHRFLQLPPEARFLAFDMGNYISSSSAIGWPSDDGLGLFSRW
VSTRRGLAVAMDEEAGTRLHLVDKRVTDPRKATLKAEAVKPQQSKKTEPYYKEAHQAATQRNRRLEEIGTDVKFYGEKLS
EIRKSDKAVKEDLFKPLTAEEEKELHDCFYGRGPSSKVLVLHEPSNIEISKEKFQCLRPRCWLNDEVINLYLELLKEREI
REPIRFLKCHFFNTFFYKKLACGKNGYDYKSVKRWTSHKKLGYELVECDKIFVPVHKDVHWCLAIINMKENTFQYLDSLG
GMDHNVPRVLARYISEEVKDKSNRVINTSSWHEELVDGIPLQQNGWDCGMFMLKYIDFHSRGLPLSFSQEHMEYFRKRTA
KEILRLRAD*                                                                      
>Sbic_02g006460                                                                 
MTTSPSENTEQAQGSGPMEQAPGSGPTVQEKGTDHTEKAPGSGPRCKKKGQTAPRRHQGLAPPCKKRGPTARSKKKGPST
QRRNKDPTTRSRQKGHEVLSQLKEMEEILSQEEVAHESAPEPTTETTTETGNKRKRGERGLNQFPKVTYRVTDVSATGQP
LAPAETLPKWRNTLGFLVRDHLDITVREWKNVDNNEITRMWNRLLTRFVLPQGSEDLVKEHTLKQWGIRFRNYKSELNSK
WAKKGLDPTKRYKITAGQWAVFLEQRNSDEFKALSESKSELAKRNKYHHHLGTGGYQRKLAQWEQEDEAQRAQGLPALPD
QLGRRGSRWVRARVPAKKANSGLSFADPMVEEAAKNIFKVAAKQKAGEFKPQREKDVLTVALGNPEHPGRVRGISSKEGW
KEGFGPEWEGMYRKRDRYKEELSNFFKEEAKKEVEQVMNKMLSDPPPELMQRLASAMSSQLSGQPRQMQLVVAPTTSQQA
PVVPSSVASTGNMDRYPVDEIESPVRCSLVIRYGLNNNRTREVATGLAIPGRQFHGSEIPEDYCRVEVQTVVQGYEDDML
DIPGPEGIEKLGQAIKNFILWPRRDVLLSEVPQPSSQEVPLTQESSLPDVGGNITLPSLPPSPIFAPPSSPIMPHPPSPP
PSPKPQPSPAPPESSTPPPPKNAETPPQPTKDDETTPPPPKKLKFSVSKLISPFEPKKRKSAGTALFLSGIAMSRTTKLV
DLAEHEKAAKKSEPAFVNIRPPTKDDYKYVPKKYELGRPLLTWDKLKKVPAGVKRFHDWYMRAASVGIDTISVDIPAEAF
NSDHTRAIVTFEDMWLMMNLQRLNVQLITVFALMQYEQQQMRYGPDPSTNTNKRVAYMSPMRICEDEHTFRIGKDHDSLK
GLDPKEQEDEIKKREKKQIASYGLYLAMTMLEFQDRELIFAPYHFRDHWICLMINPKHGRVHVLDSADYEPTTYAPFISL
LERAYRYYKIKGRKCESGIQGQPLRFFYKWPCHKQPLGSVHCGFYVCEFMREGGRYMTNPYKQKDFEKAKSMSETTLYNI
VEDLCKFMLREVIPSEGKYHDRTSALAKPEYGALREISRLKLTRSGY*                                
>Sbic_02g009050                                                                 
MTTSPSENTEQAQGSGPMEQAPGSGPTVQEKGSDHTEKAPGSGPTVQEKGSDCTEKALGSSPTVQEKGSDRTEQEKRPEH
AEKEQGSHNTEQAEGSRESTPSYETSVSDILDPRIERNTRREYARDPDYNPEIEEEVLSQLKEMEEILSQEEVAHESAPE
PTTETTTETGNKRKRGERGLNQFPKVTYRVTDVSATGQPLAPAETLPKWRNTLGFLVRDHLDITVREWKNVDNNEITRMW
NRLLTRNYKSELNSKWAKKGLDPTKRYKITAGQWAVFLEQRNSDEFKALSESKSELAKRNKYHRHLGTGGYQSKLAQWEQ
EDEAQRAQGLPVLPDQLGRRGSRWVRARVPAKKANSGLSFADPMVEEAAKNIFKVAAKQKAGEFKPQREKDVLTVALGNP
EHPDRVRGISSKEGWKEGFGPEWEGMYRKRDRYKEELSNFFKEEAKKEVEQAPVVPSSVASTGNKDRYLVDEIESPVRCS
LVIRYGLNNNRTREVATGLAIPGRQFHGSEIPEDYCRVEVLTVVQGYEDDKLDIPGSEGIEKLGQAIKNFILWPRRDVLL
SELPQPSSQEPKKRKSAGTALFLSGIAMSRTTKLVDLAEHEKAAKKSEPAFVNIRSPTKDDYKYVPKKYELGRPLLTWDK
LKKVPAGVKRFHDWYMRAASVCIDTICVDIPAKAFNSDHTRAIVTFEDMWLMMNLQRLDVQLITVFALMQYEQQQMRYGP
YPSTNANKRVAYMSPMRICEDEHTFRIGKDHDSLKGLDPKEQEDEIKKREKKQIASYGLYLALTMLEFQDMELIFAPYNF
RDHWICLMINPKHGRVHVLDSVDYEPTTYAPFISLLERAYRYYKIKGGKCESGIQGQPLRFFHKWPCHKQPLGSVHCGFY
YVCEFMREGGRYMTNPYKQKDFEKAKSMSEATLYNIVEDLCKFMLREVIPSEGKYHDRTSALAKPEYGALREISRLKLTR
SGY*                                                                            
>Sbic_02g011090                                                                 
MTSPTPSQASGSDRIDQAPEKGSDHTKNVQVSHNTEQAQGSDHAKDAKERESSLSYETSPSDVPDPRIERNARRKLECDP



DYIPEGDEEVLSQFNELKEILSQEEFTHEGAPEPTTETTTEKTTEKTDDRKRKRGDRGLNQFPKVTFRITDVSATEQPLA
PLEALPKWRNALGFLVRDHLDIIVREWAKVDQNEIRRMWDKLLTRNYMFELNSKWTKKGLDPTKRGSRWIRARVPAKEAK
SGLSFSNPMVEEAVKNIFTVAAKQQAGYFKPQREIDVLTVPLGNPEHPGRLVVASTTTEQAPVVPSSIASTGDKVRYPVD
EIDSPVPCSLVIRYGINNNRTREVATGLAIPGRQFHGSEIPKDYCRVDVLTVVQGYEDDMLDIFGPEGIEKLGQAIKKFI
LWPRRDVLLSQLLEPSPREVSQTQESSHPTSLPTPPTSPILHPQSPPPPSLIMPQPPSPAPSKPTPPPSPKPQASPPSPK
PHASTPQSSTPPAPKNDDKTPPQPKKTKFSVSKLVSPYEPKKKAAGTALFLSGIARSRTSKLVDLAKHEKEGPKSFETRI
VNIRPPTKDDYKFVPTKYEPGRPLLSWDKLKKIPAGIKRMHDWYMRAASVGIAMINVIIPPKAFNKMWYGLDPDRSASKK
VAYLSPMKICEEQHNFRIGDKHDSLEGLDPTERKKIIDKNRLEYECKYDLYIALALLKYQHRECVVAPYNFGDHWICLLI
NPSLGRVLVLDSADYDPSSYAKFITHLERAYRYYKIKGGRCDSSEPDQPLRLFYKWPCHKQPVGSVHCGFYVCEFMRETG
RYVTNPSTQHQLEKTKSVTQAVLCNIVEDLCTFLLREAIPTEHPSKA*                                
>Sbic_02g011450                                                                 
MSSPHKDEALQSQPTEQVEGSTDSMDQAREVTKQVETGEASGSSYEQEASDDMEPPEVRKTRRELARDPDYNPEADEEAM
SQFREMMSQEEVAHEDAPEPTTGTTSPERPSQSRKRKRQGLKRDERGLNQFPDDTYAITDVSPTGQPLAPEEALPKYRNA
IGFCVRDFLDITVKNWAGVSNNHKIKIWDKIKTRFQFPRNVPEDLVKAYTMKQCAVSFRNWRSEMNVKYAKTGMDPTSKY
NITKGQWAVFLEQRNDPNFLARSEANSHLAKRNKYHHHLGTGGYRHLVPKWMQEEAAKKAAGLPVLSEQVGERSTNWIRA
RKPKETETGVSFEDPMLDEAMKSIFAMAGMQQEGKFTPRRERDILSVGLGNPEHPGRVRGISSKEGWKDGFGPQWANEYK
KRDRYKDQMANYFQEEAKKDFQDMMEKLLENPPPELMQKLASAMSNAATQMSTQAPQMQLVPVVSQPLVASSETIIPSSV
ASTANKDHYPVDDIVSSTPCSLVIRYGINNHRTREVATGKAIPGGPKYHGADIPKDYCRVEVSTVVQGYEDEILDIPSPE
DIVKLGQAINNFILWPRRDVQLREPPAPSQEMPLTQESSAHVDPLPNPPPSPPQSLPDRPESPLHVFPVHQPSPLHDLST
PQSTQSPPPFNSTPSPQLKDPEPISEPPKVPKKKVFPIPKLILPFEPKKKSAGQKTTRLSPKKYVWGKPLLSRTKLMKKP
SDIKRFHDWYMRASSAGIDTISMRIPQIAFLSQSTDKCMLTFDDMWALMNHEMLDVQIVTAFALMLYDQQDMYFGSDLNY
CAEERNAYLCPIDIAEDRHTFRIGNDSKEFQDRKAVVAPYHFGRHWICFIIYPKEGRMLVLDSADFPKESYAPFIKLLEL
AYRFYKINHGKCESKRPGQPLEVIHNWPCMKQPPLSVLCGYYVCENMRENGRYARNPDKVYKQGTAERMDERALDNIVED
ICSFIMKHVIPREGKYHDDESQLSRPEFRVLTEISKLRLTKEGY*                                   
>Sbic_02g012530                                                                 
MSSQLSGQQPPQMQLVVAPTTTEQAPVVPSCIASTGDKVRYPVHEIDSPVPCSLVIRYGFNNNRTKEVATGLAIPRCQFH
SSEISEDYSRVEVLTVVQGYEDDMLDIPVSPYEPKKKADGTALFLSEIARSRTSKLVDLAEHEKEAPKSFETRIVNIKPP
MKDDYKFVPTKYEPGRPLPSWDKLKKLPASIKRMHDWYMRAASVGIDTTNVIIPPKAFNGERTKAIVTFEDMWLMMNLRR
LDVQLVTMFAFAPCTMNFEQQEMQYGSDPDRSASKTVAYLSPMKICKEQHNFRIGDKHDSLQGLDPAERKKIIDENRLDY
ECKYDLYIALALLKYQDRECVVAPYNFGDHWICLLINPRLGCVLVLDSADYDPSSYAKFMTHLERAYRYYRIKDGRCDSS
EPWQPLRLFYKWPCHKQPVGSVHCGFYVCEFVRETGKYVTNPSKQHELEKAKSVTQVVLYNIVEDLCTFLLREVIPTEGK
YHDPTSILAKPEFRALRDISKAISIGLLEQRFHM*                                             
>Sbic_02g021160                                                                 
MYKKHGRNQEESLATLVKTLVAKELQEQGLSTERRSQMEPPRDLVLVGSPPNVQSSQGSNAASTSVDHIRVPTRCILLIP
IGRGQEMAEVATGLEHPPIPGDIWHHKPVPTDYSKVEYKKDIVLNVSSPTPSDVHLERVHLEDGEVYSPSHEDHLMHERV
PASPTAGEQGVELGHDESPHEPQIGEPSVARAEPEHETPHVPQSPQPSTARAEPKRDETPHVPHSPKPSTAHAESEHDET
PHVPPKPQHSPARPEQGHDEMAQTFQQAPPTHEELLPLVCEAREKIPIMIRSTGSKSFVDMNVLGMYKWYAHDQFKPKNQ
GPNKFAYRMPTDTSDYTTITKYPDVETIKWSKDCPKEYVKGKRFLPNRVLCKMPYGMRRFHDWYYLHVSRTELNVLEAVI
PARTFGGPASGIAFDFSDIQSCFHLSSMSMNLIRTWCLMQANFMKSTRSTKAGYVDPMPVAQINFNYPSRWELDAPQLAA
GGTLAEKEKIRAAKIREESLKVAAWIAVCLKNLQHFETIWIPYHFNNHWIVIGVDVGMNMAWICDSADFDPHTYKDFMSI
LITAFRAYVKNHKGRHDPGLGSHLRFKSLCSYLYLTHLHLQIETKFPKQRPGSLHCGYYVCAFISNTKGYRRHPELWKEE
KGLKRDVYRDDDLLEIVGDLCNFIMDHVVYYKGDYHNPQSDLGSNPLYQHLRQWDRLCLGR*                  
>Sbic_02g021510                                                                 
MVEEAAKNIFKVAAKQKAGEFKPQREKDVLTVALGNPEHPGRVRGISSKEGWKEGFGPEWEGMYRKRDRYKEELSNFFKE
EAKKEVEQVMNKMLSDPPPELMQRLASAMSSQLSGQPRQMQLVVAPTTSQQAPVVPSSVASTGNKDRYPVDEIESPVRCS
LVIRYGLNNNRTREVATGLAIPGRQFHGSNIPEDYCRVEVQTVVQGYEDDMLDIPGPEGIEKLGQAIKNFILWPRRDVLL
SEVPQPSSQEVPLTQESSLPDVGGNITLPSLPPSPIFAPPSSPIMPHPPSPPPSPKPQPSPAPPESSTPPPPKNAETPPQ
PTKDDETTPPPPKKLKFSVPKLVSPFEPKKRKSAGTALFLSGIAMSRTTKLVDLAEHEKAAKKSEPAFVNIRPPTKDDYK
YVPKKYELGRPLLTWDKLKKVPAGVKRFHDCARCRMQYEQQQMRYGPDPSTNANKRVAYMSPMRICEDEHTFRIGKDHDS
LKGLDPKEQEDEIKKREKKQIASYGLYLAMTMLEFQDRELIFAPYNFRDHWICLMINPKHGRVHVLDSADYEPTTYAPFI
SLLERAYRYYKIKGGKCESGIQGQPLRFFYKWPCHKQPLGSVHCGFYVCEFMREGGRYMTNPYKQKDFEKAKSMSEATLY
NIVEDLCKFMLREVIPSEGKYHDRTSALAKPEYGALREISRLKLTRSGY*                              
>Sbic_02g025552                                                                 
VLSAYIQLMRSEKHLQNRAGGTVFLENTFNTSILQRDGKINEEYLDPKVDHIAKRVCNYLEYDMVFLPINIKDFHWYLAV
VDGINEEIHVLDSLGKTQENRWELVYTIIGLQRHIDIVAKHKDIQTKWKNLQVQDWKFNEEFTSAMQTDGSSCGLFMLNY
MEYWRGKGKGLSDSVTQGDMKNFRFKLLAILLNCQQNARKWWLASETDDKEEESIDEIEILDRPLKKSRGEKSYAYEEDL
ILSRVSNYINSISDAATLESFAKKLADMLQNANAHALTFHDLPMGEQELRDRVCNYIMTINQDIALDLKKIQSMLNKNEG
IHDDCFNLVARKFAFEELEKLKGTNKNVSKHYMDLKFSILIPLQTVTACSIYNLFILDMSRRALYIVDQTPKPDLYKIQP
LKKYTNKIQRVSTVLNEVMKVSCPWWRDDLILFDHRVAEVNQFELD                                  
>Sbic_02g026876                                                                 
IIIVEYGTKKNVKDDDVQTPQQIICTKEDEEVIRYMKTKSDKHVAVQIEECYGERQDMDCLFVEGEHVNGSVISLYIELM
RHEEYGKHREGRNVYLENSWWSQILKANGEQDPEDLGIKRQAAVESRVKDYLKADMVFLPINIPLCHWYLAVVNTLKRKI



QVLDSFGMEMMDSIGMQMIECVDVRNTADIDNFRFKLPAILYNSPINEKRGKIDNDLQYETPNQQFDDVEELDEAQILYS
GDPKMISTLRWASKEELLQAISTIIQFFANDKTL                                              
>Sbic_02g042620                                                                 
MNSAAANSCRKRRFADAHEGGSSPRRRRLTLVPNLFQVVRSFAIRTLATAPHKRRHDDATSSSRLCRRRSRHRHLSPVPF
PALRPRSPRVALVTTPRRHRKLHVDDARHALFTPCRHRSRSSLLPRVRHFPVLGPFALHFLLKTGTLAPRRRRKPAEVDM
GNLFSQLLGKSSSDGVSEAHTKRLDGSPEVVDLTVEPELENIDVVGRRIGDWSVPALGSSRSLEKKPMVRKALQWTKKRV
GRLQESGIEKLRLAELPGPLDTTPKEDLSELFTPLSDKEEREVNTLLYNRNHSDKVVVIHEPSNIEITNDKLQCLRPRGW
LNDEVINLYIELLKEREQREHNRFLKCHFFNTFFYKKLTCGIAGYDYQSVRRWTMFKRLGYELVECEKIFVPVHRNVHWC
LVVINMKDKTLQYLDSLGGLGHDVLKVLTRYIVDELKDKSNLEVDPSSWVVVSESLPLQQNGWDCGMFMLKYIDFHSRGI
KPCFSQEHMMYFRNRTAKEIMTLRAD*                                                     
>Sbic_03g013915                                                                 
DPRPKVGFSRFSVSTFSSVIKSLSTNHQDVIRKYGFGSLLMFDECSVPRNFVHWVARLVNFNSGDIVVNGKVISLTKEAV
HLVLDLPFGGEPFPTDYASGKACLLSRFGKDSVPPISYFSEALISKKELSDDDMFVCFIVVALSTFLCPNSSVVPSQRFF
GIFEDLEKIRSYDWCGFILSWLLEYIKLFNQLKGCKSTHQATLVLYLDHVDFGSHQVPSTIPRISVWKKDMITRYASLDL
KEEGCYGYHPIMDYSRTCYAKIRDQHIDPEFVSQLDRYARCKLPAELKDGICNLIEKHCLNCGVSVNFDVNSINALSDDM
RLTFIKLWKHVYSVTKMSQHLVLEVIKLLSEGIENDENLCYDDDFSAKFDPDIQEVHPSQFKLHRSATHDEGLQSSPVIP
KVGHMPSVRHRKGMVLCCSCFPFFYNLPFYLFFLYFLFSLVFFYIFSAKFDTDIEEDVSNLKSVKKSSLKKSVSIGHDSS
PILQVVDLENKYVPDSISPASVPGFSRYFPQKFFQAALVMQTLDFTQISPSPHEVVRSSSVRRSGGNIRSSSRSREQVLF
IGEMTKKSNALYNSKLDLNVSSRSSPVVQPPVPSDGTLPSYARLSHSYVPKSQALSSGGKVPLHGPRRFVNPGPLFRGDY
ETDKCKFYKVNKSEVDNYKILCVLASSEFQNEDAVSLSGVRCTFWSLGESLKPGGFVNTFVVSCFCYSLFSKPNGHPDFS
KRHYFLSNIGDFDQADQDLLMRSFRRSAKARPLPQSNMLFFPILHQKHWFVFVVDIKDRHFVFLDSYYDRNSQYHQDIEH
RLINSFQYHWDKFVQVDMDFSFYGVVYPKVPEQPLHPDSGIYAMMFLEYWTSPRVLLGNLFNHEDIPSIRIKIANELFFH
HKNT                                                                            
>Sbic_03g013930                                                                 
MGALTDSRKRLSADHCLSADHRLPYPSFPPPSLTPPSKRAKLAPFPELDPSTSTVPPIRPSPQIIHSTATASASSTPGPS
SSCITTASTPLPQRRRLPPPPPIQRPIHAPQRNLRVFRLGGAARTHAAGYSWFSPSSPPPRSLGLQQFVELVKSVSHPAP
PTPAATTDATRQAEAEADAVPLEVITIEEDKEVRKQQDEEVRGGVVVRRGPIYKELYKASQQKRDAKLKTLEFEVRLAEE
GRLGLERLAEALPRITPKKEEVPEPFVPLTDEDEEMVRQALNGKNSRERLALHEPSNIVITREILQCLNNKEWLNDEVIN
LYLDLLKERELREPRKFLKCHFFNTFFYKKLISSGYDYKAVRRWTTKRKLGYSLIDCDKIFVPIHKEVHWCLAVINIRDK
KFQYLDSLGGMDKKVLSTLAKYIVDEVKDKSGQQMDVLSWKHEGVKNLPLQDNGWDCGMFMLKYIDFYSRDMDLIFGQKQ
MHYFRRRTAKEILSLRAE*                                                             
>Sbic_03g014770                                                                 
MTTSPSENTEQAQGSGPMEQAPGSGPTVQEKGTDHTEKAPGSGPTVQEKGSDCTEKALGSSPTVQEKGSEHVEKEQGSHN
TEQAEGSRESTPSYETSVSDIPDPRIERNARREYARDPDYNPEIEEEVLSQLKEMEEILSQEEVAHESAPEPTTETTTET
GNKRKRGGYQRKLAQWEQEDEAQRAQGLPALPDQLGRRGSRWVRARVPAKKANSGLSFADPMVEEAAKNIFKVAAKQKAG
EFKPQREKDVLTVALGNPEHPGRVRGISSKEGWKEGFGPEWEGMYRKRDRYKEELSNFFKEEAKKEVEQAPVVPSSVAST
GNKDRYPVDEIESPVRCSLVIRYGLNNNRTREVATGLAIPGRQFHGSKIPEDYCRVEVQTVVQGYEDDMLDIPGPEDVLL
SEVPQPSSQEVPLTQESSLPDVGGNITLPSLPPSPIFAPPSSPIMPHPPSPPPSPKPQPSPAPPESSTPPPPKNAETPPQ
PTKDDETTPPPPKKLKFSVPKLVSPFEPKKRKSAGTALFLSGIAVSRTTKLVDLAEHEKAAKKSEPAFVNIRPPTKDDYK
YVPKKYELGRPLLTWDKLKKVPAGVKRFHDWYMRAASVGIDTISVDIPAEAFNSDHTRAIVTFEDMWLMMNLQRLDVQLI
TVFALMQYEQQQMRYGPDPSTNSNKRVAYMSPMRICEDEHTFRIGKDHDSLKGLDPKEQEDEIKKREKKQIASYGLYLAM
TMLEFQDRELIFAPYNFRDHWICLMINPKHGRVHVLDSADYEPTTYAPFISLLERAYRYYKIKGGKCESGIQGQPLRFFY
KWPCHKQPLGSVHCGFYVCEFMREGGRYMTNPYKQKDFEKAKSMSEATLYNIVEDLCKFMLREVIPSEGKYHDRTSALAK
PEYGALREISRLKLTRSGY*                                                            
>Sbic_03g016083                                                                 
VLSAYIHCIRAEEHLLNREGGKVFLENTWICSLLKRDGNPTVALSYKTDTIMQRVHNYLQADMVFLPINIKDYHWYLAVV
RPELEQVQVLDSLGLPLDSEPPNRIDLKTTLRGLERQLKFVLEHNKDLERRKWKNLNVSTWRIVEKIKNRMQTDGFKLPA
ILWDSRLNIKNMGQELEWPDSDEDSPSDVEIIETMTDVPKPSMEIFTDTRELIFWFLIDDIKYRFMDLKFCDISQIGRDQ
RCRDKINYEELSKLLGPWPDMCHDIKECSTVLLPYHHDRLYILFIIDMTKKLVYIMDPLSPNLKEKMIGDDRCSPYRDIL
SDVANHFNLAMKLANPAWKDNIFDWHREFPTWVPRTHNWKKSGFLAYNYLKKWNGGRLMFNT                  
>Sbic_03g029665                                                                 
VIDAYAGYLSLHITDSRSFSPAWHSFILSNEVQVDRVLRPDNRDSYRDFAANFYDHDMVFFPLQLVHRGHSHWILVVMNN
KKREFQVLDSLWTPDMYITKIESMRTGIERMTKFARRSSPQLPTNVGTWNIQPINNLPQQTDGCSCGLFVLKYMELWDGT
RLVRDFTQDDVHIFRMSVIADIIFSPTNDIEESKQRVEGIMRELKR*                                 
>Sbic_03g030645                                                                 
DDSSSDNSSFDYDLYEKCIRDYKKIKSMKRRLQMTLKHKSKKLKTGNKTKDGFSRFSATAFSNVISALSPKEKGVIERYG
FGSLLLFNKCFVPNKFANWVARLVDSKSGDIIREGKVISLSVESIHLVLGLPLGRRAFPVDPSAGKDVVLSKFGKDKIPP
ISFFADKLIKKENLSDEDMFICFMVVALSSFLCPNTNIVPSPKYFGVFQDIDHIKDFNWCGFVLDWLLDHIKAFNRGKND
RLKRCQGLGGCLYYLVVVYLDHIDFSQRQVDDSIPRISVWKHDMIKFYSNLDLKSPGVYGYRPLIEFERTCYYKSVHVAS
VSCVDDLDVVFFEKMESVSGCKLPFALKMKIARLIEEHSFNCGLSLKLDVKSLGNVSKEFQVMFAKMMKHMCSIDVITKD
LVLEIMKAIAETDPNVDDSGVSVYDSTSQRVGVVGSGSAPEQVDVRYAKAAVNTFVPSTSKCAQKKTVPVVPDNVHLVDL
EDDMPKMKKTTPGNTTVRNPLRDISNNGSQSATRGKSSDLEKDVILIDKENIVVPDSVSPSPFRRRSRFVGFKISEDSEN



VSPTNRDEGCLFMQSIPFTPEGSPHITPKLSKKSSIFPVINSSGNRTHCSSAKENDSSPVICTGSRPFAESVRVQIKKSE
AMYNNKFAKSDISMHTPAVPFGNTHGFPADSSIDTHSLATRSDFKVRSSSTGGKIPIHGPRRLVCPSRGLIDDFVITGDK
FKVSKSEIANYKAMCGLAKSRSSNLDALYFGGVRVTYWSLGESMKPGGKVNNFVVAAFCYHLFCRPDGHPDISKRHYFFS
NISDNLLKDHDEVSADVMMRAFERSAKARPLFQSDLLYFPTFYEDHWFVFVVDIKDRKFVFLDSFYSEVHSYQKYVREKM
IPEFQFWWDKFVKRDMNFKDYGVLYPSVPKQSPENNVDSGIYTMMFLEHWTSPRSSLFTLFSSNDIGNIRIKLANEMLFN
PRNTGNKNPVISYDPSE                                                               
>Sbic_03g034030                                                                 
MSASSGGIVIDRRQAMPPDSPAVELEVVGSPSPSVAPCPAAAAGADADIDHGGGAAEFEQVSDKKLQERISRCEGMLKQG
IPQRTPDGGEKMQACVLRMKKELERRRARQWKDDTVLRQAVQAKCTGGSRGEIYDLKSDDETMDSTGSKFYPNSSFTPAT
KTCTQVKGAAYKEESSLSHAKCAYPKNGGQISQESLNPQLKTCAHLPKSCTINQQENSTVHKRINATFGSNRRSKLAKNK
PLPSLKIKKDVVLLDDDDDTEPARSADVQISNKLDESTIHYPSSTDPEAVELSYSDMKCLEPEEYLKSPVINFCLQYLKK
SRPRRDLYMFNTYFYSILEEALSTPGDHDSKFSKLRRWWRSVDIFKKAYIILPINELMHWSLIIVCMPTKESDSGPIMLH
LDSLGMHSSQKLFDIVQRCIEAEWRHLQKDSSYDIPFSGRIWKHLSRNIYGEKVEVPRQHNDYDCGLFMLYYIDRFILEA
PERLTKEGLGMFGRRWFDHKKASALRERIRQLLFDLFDIAPDEDGPSEPELHPGEDK*                      
>Sbic_03g040230                                                                 
MDSLKGSHTGLKDIIQSYLWEEWKERHPEAASDNSDKFLNLRFVSLELPQQDNSYDCGLFLLHYVEQFLTDAPSNFNPLK
IDVFSGFLSDDWFPPPEASLKRSVVRKLILELVTGSFQNHPKLACGGEQLDERDQRSSNAELEPTREFRAQRCSAGEPET
VCTVDDGTHEVQPSKSICLNDSKEKGLPTSGCMLDTGSVPFVNVQNVQESEVSAPVKDTIVCLSSQDEKIEPLESNSQLN
MRSYAPEDDEMLKKSNCMVTDKESEKSLFLSLDSDQKVHSQAEAEVQDIMVSTSCSISEILAQKITSKEQSFKKSIEVGD
ECFRPQDMDYVMMFDSSKDDNGPNPERMTAEGDCGDPHEGLDSVTLGVIGKNVVYNAIIEDVKSINPNANNVNHGELYVS
LQLPEGNADSGMTGVSTASPDSKEGNIEKVVAGASAHEIDDINANGSSELKIGNTDSGITGVSTASSDLKVENVDKVVAA
DCAHENDINAKDDSFELKVADTDNCITGGSTVSPDESEGNTDQTIAGDCRKKTDLNADGEGADKYLATDSVLPCEDDATC
TDGVILSLDVPCSTKNTYSDAEMPLLDGTCELVDRPSTPKDGMFENASFDVKRPASDRTLEENEVTRGDAKTERHYKRRK
LLALEKQSSFSGETSTD*                                                              
>Sbic_04g001916                                                                 
VQDVVLLDDEDMKPEEEVNCEISDRRNEPKIYYPSRDNRESVELTRSDIKCLDPGVYLSSPVINFYIQYIKRNRLCTEDL
RDKFYIFNTYFYGKLEEALYCPDKFSKLRRWWKGVNILNKAYIILPIHGTYLEKEWRQLSSNLGTTWEDLKSNIHKESVE
VPRQNNEYDCGIFMLYYIERFIEEAPERFTNDKLDMFGRSWFKPEEASDLRQRIRELLLEEFESAKLDDALSGADASDPD
DSAKDGELKPDAPSDSSEMVVEVGGLGSTVKSNEGIKVVASEEASGESGDAGKSTEGIVATSEEKSIEGINVAESDEACR
EFGETSKTNKGTRVAVSEGASVSGYTDKSMEDISDSDVAVLDEAPTSSYKHKRKTTSGESVDAGKNIKGINAAEPEEASE
GSRDAGKTIGGINVSKSDEASGEFGEAGKTNKGNKVAVSEGASAESGYVNKIMEDISDSEVAVSDKASTGSYKREKKATA
CVLSEAASFSDSVKDEEGTVKADSGSSKAEKEGDLIVIESPERSEGNDEIIGRSRIPDVVCDSCDSDTDATVRIVGVRKR
NFLPSYGCSNRHKGPCTVPLLDSQEDGKW*                                                  
>Sbic_04g010026                                                                 
MDPVQGGLTEPLSLLLLSIPFTALLLTPLLVRVHRQRSHRCPLCSWLGPGAAGGQLSAAATGCLDRSQVLARGATGCRGN
NTTNRWDRGGQWGSRGRGAEAEVTSQSMGAGNEDEEVSGNEDGEVSRNEDEEYKDDGGNQDEDDDGGHQDEDKQTKGKKK
KCNIGSHCEPNSIIKAVDALSDSAKSVVRASGFGAFLRMDITTLYSIDTIMYLMNNCDVSSDGESFTVVVSEDNQIEVTP
EFVKECFGIPDGDKSLEDHWGNEYNKFWQRMKDLGYAVTAKVNSRGKIQENKKLPITEIIEYIKTVKDKHSEARAFFMIL
LCKMLLPTQSNVPTPQHVGMCSYIDEAKSYNWCKYICQNLKSKISTWKQREKQPSKIEGCALLLLMCLHQALKPQLALDG
TQADPLINRYNDKTIAKLVKGMNLRQEVVKHKDNIVKKPVQKPASRKQKVVPLPATKGPSKNLEDHIIEIASVQHFLNES
EVDKDEEGILLKEMKSCQDKLMEALKEHQIKNNENLKKIAEEHSYLSKMYKEIKRRRALVEDVKIEEQMKENCVVEIDGV
QIMEDNFVRIFAPGGHLHDDVVGVLRFIWMKSWDDQIVLSMGAVIYVPFCKGTHWSLVVVEPDLDVITVFDSYYDLEKSE
ENHQQLINALKNHLGSLGLQGPKYIISTPEVQKQNNLYISGYFLIDDCGFHMLMYIMQYKDGNYNNISEDEICMCRKRIA
SFLLEHEDNKFRGDCRLPRPLVTHFQTS                                                    
>Sbic_04g027467                                                                 
DRSSGGSAIRSFNKSLYEQCLRDYQRIKSLKRKMTMALLAQSEKEKAGPRSSDGFTRQSVSKFASVIGSLSEDKKDVIRS
HGFGSLLLFNKCFVPKKFSKWLASVVESKSGDLIIHGKVISLTPQTVNLVLGIPLGGTPFPSNYSTGRAVVLSKFDKTSL
PQISFFANKLSEVDLSDEEVLICFLVVSLHCFLCPNSNIVPSPRYLGVFEDIEKISSYDWCGFVLRWMLDGVKSFNQGKK
AGQRSCGTLGGCMFYLAVMYLDHVDFSHRRIPDSFPRIEVWKLNMIRDYSDLDLKSPSIYGMRPLLDFEKTCYHKALCSQ
SVPVVDDSDDVQFLKKLEEACGCDVPDDLKAIVLSVIEDHCKSCLSPISIDVVSLGTLPDEFKKLFNKLMQHVYSLKSKS
RDLVLKVLKVFADYESGLADREVCASRLSPRVAEHGTGIHKTNLDEPCAIYEDGAHSFPKVPNVAVASQVGAKLAVDVDP
AGSSLKRSSPCTSKHVRFGLDVPKGIFHDVARASDGANHSKSVPAITNVDVIRVGTESDAEVELFSSPNHYVGPTIVMQT
IPDSDDDSARITPKLSKIVSSASQLNHLSKVGSSVVVPVNISSPEVTIVGSRSLSQKLKSMGKKSEDVYNSNVNKSIPGL
KSSHQSLSKTLGYACSTPIEGAGGSSRSDFKIRDSSTGGKVPIHGPRRLVVPSRKIRDEFEIERSKFKISKSQILNYKAI
CSLAASRDSGVDAILFGSVRCTFWALGESLKPGGMASGHPDLSKCHYFFSNIADHLLKDADVASEEILNRALTRSSKNRP
LYCSDLLFFPCFHDEHWFVFVVDIKDRSFVFLDSYYALHDEYQADVRDRMIPNFKHWWKRCGLVDMGFNNYKLHYPYVPR
QSATNYTDSGVYVMMFLEHWKSPRNSLFTLFKESDIPNLRIKFANDLLLSPKNSGRKDLVTNFEFA              
>Sbic_05g005280                                                                 
MLDIPSPEGIEKLGQAIKNFILWPRRDVLLSQVPEPSSREVLQTQESSHPTSLPTPPTSPILHPQSPPPPSPIMPQPPSP
PPSKPTPPPSPKPQASPPSPKPHASTPQSSTPPAPKNDDKTPPQPKKTKFSVPKLVSPFEPKKKAAGTALFLSGIARSRT
SKLVDLAEHEKEGSKSCETRIVNIRPPTKDDYKFVPTKYEPGRPLLSWDKLKKIPAGIKRMHDWYMRAASVGIDTINVII
PPTTFNSERTKAIVTFEDMWLMMNLQRLDVQLVTVFALMNFKQQEIRYSSDPDRSASKKVAYLSSMKICEEQHNFRIGDK



HDSLEGLDPAERKKIIDENRLDYECKYDLYIALALLKYQDRECVVAPYNFGDHWICLLINLSLGRVLVLDSADYDPSSYA
KFITHLERAYRYYKIKGGRCDSSEAGQPLRLFYKWPCHKQPVGSVHCGFYVCEFMRETRRYVTNPSKQHELEKAKSVTQA
VLYNIVEDLYTFLLREAIPTEGKYHDPTSVLAKPEFRALRDISRLKLSRSGY*                           
>Sbic_05g005851                                                                 
MADPREHEEEMMNLICGPTEEVYHDDREGDENPEGIDDCSQYLVDPNEQDNAGQQPLVVANEYGSNANLLAMTIPANVDL
DELGNWMEETGLPLEALLGRTDAPIHGGVDEYQSRYIYGRSMCHPEKPKEMEKNLRRFFYNQRHTEKILFPYNMGDHWIL
IEIKITEQKIHVWDSMKKDLTLYQDIIDMIQRAWAWLQQKYRTDLNVSLPPPVLLPWVPTQPFGTNLCGYYVCEFMRCTL
FKPAQSVLK                                                                       
>Sbic_05g006510                                                                 
MSYFVQCLSHDESVHMPDGGGYRVFLPHRIGEYVNMEDQEEYEEWEFHNALEILESGIASIDTTNVKLFFLPIMEEDHYT
VYCINLIHDRIDILDSSPDDHRLYHEVVGNRIIPRLNLLFQEATDGKLKSFTRFRRPILPVPVQRNATDSGFYAIKFMEL
WNGESFHLPILTENAAMYRDQLLYYAIYHEINTVEKLPAGLEALKPRR*                               
>Sbic_05g008170                                                                 
MRICEDEHTFRIGKDHDSLKGLDPKEQEDEIKEMKKKQIASYSLYLAMTMLEFQDMELIFAPYHFRDHWICLMINPKHGR
VHVLDSADYEPTTYAPFISLLQRAYRFYKIKGGKCESGIQGQPLRFFYKWPQKDFEKAKSMSEATLYNIVEDLCKFMLRE
VIPSEGKYHNRTSALAKPEYGALREISRLKLTRSGY*                                           
>Sbic_05g009053                                                                 
KRPRTRRTTTLKTSGRSKNVLPSFYDNLPQSRVSSHATSRRNKTNQDKLNTDIFELYMEDLWKHIDEDKKSAYAYLDSLW
FNMYYHGSNIPNVLKWIKAKRIFSRQYVFVPIVCFGHWSLLVLCHFDDANCSDFKKGPRMIVLDSLNTTDPTRLQSAIRK
FIADIYKTEEREESKQFINKIRLEFPKVPQQNGDECGIYVLYFIHWLSTKTKNWQMFLKTWFNPEELENFRKDIHSFQ  
>Sbic_05g019200                                                                 
MNRRCFHELKEILSQEEFTHEGAPEPTTETITEKTTKKTDDRKRKRGDRGLNQFPKVTFRITDVSPTGQPLAPPEALPKW
RNALGFLVRDHLDITVREWANVDQNEITRMWDKLLTRNYKSELNSKWAKKGLDPTERYKITAGQWAVFLEQRSTEEFKAL
SESKSMLAKRNKYNHHLGTGGYQRKLAQWEQEDEAQRAKGLPVLPDQLGRRGSRWIRARVPAKEAKSGLSFSNLMVEEAA
KNIFTVAAKQQAGEFKPQREKDVLTVALGNPEHPGRVQGISSKEGWKESFGPEWEAMYRKRDRYKAEMSNYFKEEAKREV
EELVVAPTTTEQAPVVPSSIASTGDKVRYPVDEIDSPVPCSLVITYGFNNNRTREVATGLAIPGRQFHGSEIPEDYYRVE
VLTVVQGYEDDMLDIPSPQGIEKLGQAIKNFILWPRRDVLLSQASPPSPKPHASTPQSSTPPAPKNDDKTPPQPKKTKFS
VPKLVSPFEPKKKAAGTALFLSEIARSRTSKLVDLAEHEKEGSKSCETRIVNIRPPTKDDYKFVPTKYEPGRPLLSWDKL
KKISTGIKRMHDWYMRAASVGIDTINVIIPPTAFNSERTKAIVTFKDMWLMMNLQRLDVQLVTVFALMNFEQQEMRYGSD
PDRSASNRVAYLSPMKICEEQHNFRIGDKHDSLEGLDPAERKKMIDESRLDYECKYDLYIALALLKYQDRECVVAPYNFG
DHWICLLINPSLGRVLVLDSADYDPSSYAKFITHLKRAYRYYKIKGGMCDSSEPGQPLRLFYKWPCHKQPVISVHCGFYV
CEFMRENGRYVTNPSKQHELEKTKSVTQVVLYNIVKDLCTFLLREAIPTEGKYHDPSSVLAKPEFRALRDISRLKLSRSG
Y*                                                                              
>Sbic_05g020480                                                                 
MVEEAAKNIFKVAAKQKAGEFKPQREKDVLTVALGNPEHPGRVRGISSKEGWKEGFGPEWEGMYRKRDRYKEELSNFFKE
EAKKEVEQVMNKMLSDPPPELMQRLASAMSSQLSGQPRQMQLVVAPTTSQQAPVVPSSVASTGNKDRYPVDEIESPVRCS
LVIRYGLNNNRTREVATGLAIPGRQFHGSNIPEDYCRVEVQTVVQGYEDDMLDIPGPEGIEKLGQAIKNFILWPRRDVLL
SEVPQPSSQEVPLTQESSLPDVGGNITLPSLPPSPIFAPPSSPIMPHPPSPPPSPKPQPSPAPPESSTPPPPKNAETPPQ
PTKDDETTPPPPKKLKFSVPKLVSPFEPKKRKSAGTALFLSGIAMSRTTKLVDLAEHEKAAKKSEPAFVNIRPPTKDDYK
YVPKKYELGRPLLTWDKLKKVPAGVKRFHDWYMRAASVGIDTISVDIPAEAFNSDHTRAIVTFEDMWLMMNLQRLDVQLI
TVFALMQYEQQQMRYGPDPSTNANKRVAYMSPMRICEDEHTFRIGKDHDSLKGLDPKEQEDEIKKREKKQIASYGLYLAM
TMLEFQDRELIFAPYNFRDHWICLMINPKHGRVHVLDSADYEPTTYAPFISLLERAYRYYKINGGKCESGIQGQPLRFFY
KWPCHKQPLGSVHCRFYVCEFMREGGRYMTNPYKQKDFEKAKSMSEATLYNIVEDLCKFMLREVIPSEGKYHDRTSALAK
PEYGALREISRLKLTRSGY*                                                            
>Sbic_05g021280                                                                 
MPTTTTAASSAPAGAASRRKRSSAETQRSLQPPAAKRKALNTKIPKTTKLPYEKTDEEVLAASKAEVKAFFEKCKANTKA
EQEPPYLMYPRSKLRQVVQKMTDANRAASKQPGSTISDYDRTVLKKIKADKRKVQQKVAQLGEQAQQSVQPLVVANEYGS
NANLLAMTIPANVDLDELGNWMEETGLPLEALLGRTDAPIQGGVDEYQSRYIYGRSMCHPKKPKEMEKNLRRFVYNQRHT
EKILFPYNMGDHWILIEIKITEQRIHVWDSMKKDLALYQDIIDMIQRAWAWLQQKYRTDLNVSLPPPVLLPWVPTQPFGT
NLCGYYICEFMRCTLFKPAQSVLKEWNMKDKVFEYTLLLGVQETIAGFINDHVIPEDGEFHLYPQGFKPIPNKDEHLYEL
*                                                                               
>Sbic_05g024690                                                                 
MTTSPSENTEQAQGSGPMEQAPGSGPTVQEKGTDHTEKAPGSGPTVQEKGSDCTEKGPGSSPTVQEKGSDRTEQEKRPEH
AEKEQGSHNTEEAEGSRESTPSYETSVSDIPDPRIERNARREYARDPDYNPEIEEEVLSQLKEMEEILSQEEVAHESAPE
PTTETTTKTGNKRKRGERGLNQFPKVTYRVTDVSATGQPLAPAETLPKWRNTLGFLVRDHLDITVREWKNVDNNEITRMW
NRLLTRFVLPQGSEDLVKEHTLKQWGIMFRNYKSELNSKWAKKGLDPTKRYKITAGQWAVFLEQRNSDEFKALSESKSEL
AKRNKYHHHLGTDGYQRKLAQWEQEDEAQRAQGLPALPDQLGRRGSRWVRARVPAKKANSGLSFADPMVEEAAKNIFKVA
AKQKAGEFKPQREKDVLTVALGNPEHPGRVRGISSKEGWKEGFGPEWEGMYRKRDRYKEELSNFFKDEAKKEVEQAPVVP
SSVASTGNKDRYPVDEIESPVRCSLVIRYGLNNNRIREVATGLAIPGRQFHGSEIPEDYCRVEVLTVVQGYEDNMLDIPG
PEGIEKLGQAIKNFILWPRRDVLLSEESSLPDVGGTITLPSLPPSPIFAPPSSPIMPHPPSPPPSPKPQPSPAPPESSTP
PPPKNAETPPQPTKDDETTPPPPKKLKFSVPKLVSPFEPKKRKSAGTALFLSGIAMSRTTKLVDLAEHEKAAKKSEPAFV
NIRPPTKDDYKYVPKKYELGRPLLTWDKLKKVPAGVKRFYDWYMRAASVGIDTISVDILAEAFNSDHTRAIVTFEDMWLM



MNLQRLDVQLITVFALMQYEQQQMRYGPDPSTNANKRVAYMSPMRICEDEHTFRIGKDHDSLKGLDPKEQEDEIKKREKK
QIASYGLYLAMTMLEFQDRELIFAPYNFRDHWICLMINPKHGRVHVLDSADYEPTTYAPFISLLERAYRYYKIKGGKCES
GIQGQPLRFFHKWPIRMKVYQCHKQPPGSVHCGFYVCEFMREGGRYMTNPYKQKDFEKTKSMSEATLYNIVEDLCKFILR
EVIPSEGKYHDRTSALAKPEYGALREISRLKLTRSGY*                                          
>Sbic_06g000560                                                                 
MIGYLSPIKLQENMHKFVLSKEDRAKIEEDKTPEEVVEAIKELQRKYTDNYALYLGRSMLRYKCRDFILAPYNFSEHWIF
LYIYPFEGKVLVLDSLHVPSEKYQPFLVQLERAWRFYKKQKGPVDAARSDPRVPLMIQHHYLCHKQPPGSVYCGYYVCEF
IRQRGRYIRDKNMPKKQGKGVPFTPKTLEDVVADLCGFIMREIIPSDGAYFDHEGDLASDKFRVLIDIAGLNLKRNDM* 
>Sbic_06g001033                                                                 
IITMTSPTPNQASGSDRIDQAPAKGSDHTEKVQVSHSTEQAQGSDHTENAKERESSPSYETSPSDIPDPRIERNARRELE
RDTDYIPEVDEEVLSQFHELKEILSQEEFTHEGAPEPTTETTTEKTTEKTDDRKRKRGDRGLNQFPKVTFRITDVSPTGQ
PLAPPEALPKWRNALGFLVRDHLDITVREWAKVDQNEITRMWDKLLTRFVLPQGSEDLVKEYTLKQWEIMFRNYKSELNS
KWAKKGLDPTKRNKYHHHLGTGGYQRKVAQWEQEDEAQRAKGLPALPDQLGRRGSRWIRARVPAKEAKSGLSFSDPMVEE
AAKNIFAVAAKQKEGEFKPQREKDVLTVALGNPEHPGRVRGISSKEGWKEGFGPEWEAMYRKRDRYKAEMSNYFKEEAKR
EVEEVMSKILSNPPPELMQRLATAMSSQLSGQQPPQMQLVIAPTTTEQAPVVPSSIASTRDKVRYPVDEIDSPVPCSLVI
RYGFNNNRTREVATGLAIPGRQFHGSEIPEDYCRVEVLTVVQGYEDDMLDIPSPEGIEKLGQAIKNFILWPRRDVLLSQV
PEPSPREVPQTQESSHPTSLPTPPTSPILHPQSPPPPSPIMPQPPSPPPSKPTPPPSPKPQASPPSPKPHASTPQSSTPP
APKNDDKTPPQPKKTKFSVPKLVSPFEPKKKAAGTALFLSGIARSHTSKLVDLAEHEKEGSKSFETRIVNIRPPTKDDYK
YVPTKYEPGRPLLSWDKLKKIPAGIKRMHDWYMRAASVGIHTINVIIPPTAFNSERTKAIVTFEDMWLMMNLQRLDVQLV
TVFALMNFEQQEMRYGSDLDRSASKRVAYLSPMKICEEQHNFRIEDKHDSLEGLDPAERKKIIDESRLDYECKYDLYIAL
ALLKYQDRECVVAPYNFGDHWICLLINPSLGRVLVLDSADYDPSSYAKFITHLERAYRYYKIKGGRCDSSEPGQPLRLFY
KWPCHKQPVGSVHCGFYVCEFMRETGRYVTNPSKQHELEKAKSVTQAVLYNIVEDLCTFLLREAIPTEGKYHDPTSVLAK
PEFIALRDISRLKLSRSGY*                                                            
>Sbic_06g014504                                                                 
IAMDTPDAKISEDIVQSEKSNNSIDDSEWLQQKMGIEVSPEVLPHDQGLSIDTTHEEKPLSTSLVDTVGEKELSETKIIQ
NKPKKIYVLTDYVCTKTDREIIEYVRKIPPNPGKEELVLIDDIPVSRNHMECLFQLHEYLSDEVIDAYVNLLKAQDGLKN
RQGGTVYLETACMKRVGENNETMDDIYPKRGHRPALVQRVQTYLGHDMVFLPINVTHTHWYLAVVNADKHEVQLIGLRRQ
IEFVFNEEKDLKEHKWPDVKVDDWPVKEIFRDKFLQKDGFSCGLFLINFMEYWTRNELSDNFNQDDMKAFRLKLAAILLS
SDLNKRKGCPYLDSDENIGSPSHYTIIENPKMADQASMKKRKHSKEVECSMVQTDTQHLQTHNISSQVDVLQEDDEFWAF
EVMKDMPMSKEEMTELLCDYVMAIQDEAILKKPWVKGFHPSMIALSVQDLQELLMNNRDIPENCFEIGRMCALTKMPEYR
KKYKTIEMAVAIGICEDMKYNLAQCRYFLLPWLSFRKYMLYVFDMREKMLIMIDPRPLEEWCKDTPALMYAKYTLGFSYN
YTAAGDEDVFKWKFKRAENIADDVDG*                                                     
>Sbic_06g014931                                                                 
MAKSKQPARRRPKRAAAEEGKGTHSRPNRVAAEEGRRKRAAAEEGKGTRSRPNRATAEEGRRKRTATEGGACDQSDEDER
TNDTDYEGEATGTTDTDDAGEEGDVATDEETNDAEGEGQGATDEETNDAEAEGQEASENSEDAEGGVRYISESALVRSSL
KTVTETAIELTEGAKSHIRRVGLGTFLDYSLDTLHTRELIIRLMDRYDEGSLPDDENSLTDEYSFFLRVSPEKYVLVNPE
AVHKVLGTSFATNLADSVSGNKCAALQAMFTELLMPTSDSNLTGENVLCGALDKITTINWSKVICKALKQGIIKRRERKE
KKPHVKTDSIAWGCTYVLAICYLDTLILHQEQQETPRIKHYTKDKLLDLLSRSKLVDKSLWAPNDNVTKQAVNTQKGKKE
DKGKKRDGAKHWDKGELPSVDHLLQASRGKVPEVEDEIDALMKDCQSFTKKKLDEIRAYQSSAVNQAMSLEEKVRETNMF
YAERNVSKASISVEDNGSEIIQNMKNTIVMDISGFRLDEFRFVHSLKPTGELSNFIVDAIAYLWNKDWNDKWNKDCNDKE
GADVEPLKIMLSQLAIVRSLKQYLASQDIEFGETEHGESGHEIHEIRVPQQRNACDCGIYMLQFILNFGDEAAIMRINA 
>Sbic_06g014936                                                                 
SKQPARRKPKRATAEEGKGTRSRPNRAAAEEGRRKHAATEEGKGTRSRPNRAATEEGRRKRTAAEGGACDQSDEDERTND
TDYEEEATGTTDTDDAEGEEGVVATDEETNDVEGEGQGATNEETNNTEAEGQEASENSEDAEGGVRYISKSALVRSSLKT
VTETAIELTEGAKSHIRRVGLGTFLDYSLDTLHTRELIIRLMDRYDEGSLPDDENSLTDEYSFFLRVSPEKYVLVNPEAV
HNVLGTSFATYLANSVSGNKSAALQAMFTEVKASRFDVEYNTRRYNYSRNEVNNQNREKEAEVFLYILFNKLLMPTSDSN
LTGENVLCGALDKITTINWSKVTCKALKQGIIKRRERKEKKPHVKTDSIAWGCTYVLAICYLDTSILPQEQQETPRIKHY
TKFKLLDLLSRSKLVDKSLWAPNDNVTKQAVNTQKGEKEDKGKKRDGAKHWASRGNVPEVEDEIDALMKDCQSFTKKKLD
EIRAYQSSAVNQAMSLEEKVQETNMFYAERIVSKASISVEDNGSEIIQNMKNTIVMDISGFRLVEFRFVHSLKPTGELSN
FIVDAIAYLWNKDWNDKWNKDCNDKEGADVEPLKIMLSQLAVDELLGNNNRTGYLIREIPRTNRNLVCFFPILDGHHWFL
AVLELSQKKISILDSLPTGCARNDLVRSLKQYLASQDIEFGETEHGESGHEIHEICVPQQRNACDCGIYMLQFISNFGDE
AAIMRINAHPENKPYNSAGFQLNLDGGTNNSGDDSTLTGQPKSKEPVDKSRTNIESEEVPVDSSRTNTDGGSDDVPHTPP
HTPRTNTDDGSDGPSGEAGKIEKRPRSDEESTFEPSARKRMKNIHVALVQLSPYTKPPTEKAVSYIVSFAKRAHTT    
>Sbic_06g016390                                                                 
MTSPTPNQVLGSDRIDQAAAKGSDHIEKVQVSHSTEQAQESDHTENAKNRESSPSYETSPSDTPDPRIERNARRELERDP
DYIPDGNEFNELKEILSQEEFTHEGAPEPTTETTTEKTDDKKRKRCDRGLNQFPKVTFRITDVSATGQPLAPPEALPKWR
NALGFLVRDHLDITVREWAKVDQNEIKRMWDKLLTRFVLPQGSEDLVKEYTLKQWGIMFRNYKSELNSKWAKKGLDPTKR
YKITAGQWAVFLEQRSTEELKALSESKSELAKRNKYHHHLGTGGYQRKLTQWEQEDEAQRAKGLPALPDQLGCRGSRWIR
ACVLAKEAKSGLSFSGPMQAGEFKPQREKDVLTVALGNPEHPGRVRGISSKEGWKEGFGLEWEAMYRKRDRYKEEMSNYF
KEEAKREVEEVMSKILSNPPPKLMQRLATAMSSQLSGQQPPQMQLVVAPTTTEQAPVVPSSIASTGDKVRYPVDEIYSPV
PCSLVIRYGFNNNRIREVATGLAIPGRQFYGSDIPEDYCRVEVLTAVQGYEDDMLDIPSPEGIEKLGQAIKNFILWPRRD
VLLSQLPEPSPREVPQTQKSSHPTSLPTPPTSPILHPQSPPPPSPIMPQPPSPPPSKSTPPTSPKPQASPPSPNPNASTP



QSSTPPAPKNDDKTPPQPKKTKFSVPKLVSPYEPKKKAAGRPLLSWDKLKKIPAGIKRMHDWYMRAASVGIHMINVIIPP
KAFNSERTKAIVTFEDMWLMINLQRLDVQLVTVFALMNFEQQEMRYGSDLDRSASKRVAYLSPMKICEEQHNFRIGDKHD
SLEGLDPTEHKKIIDESRLDYECKYDLYIALALLNYQDRECVVAPYNFGDHWICLLINPSLGRVLVLDSADYDPSSYAKF
ITHLKRAYRYYKIKGGRCDSSKPGQPLRLFYKWPCHKQPVGSVHCGFYVCEFMRETGRYVTNPSKQHELEKAKSVTQAVL
YNIVEDLCTFLLRETIPTEGKYHDPTSVLAKPEFRALRDISRLKLSRSGY*                             
>Sbic_06g022285                                                                 
MVRKRVVRELDSSSSGGSETDSSEDVQCSQLPYMDYDSCEYLSNSQLVGEDDSSSDNSSLDHHLYEKCIKDLQKMKNMKR
KLEMAMKHKSKKKKVVKKSNDGFTRFSPTAFMNVISSLSPEKKAVIDGYGFGSLLMFNKCFVPNKFATWVARLVDSKSGD
IIRNGKVISLSEESVHFVLDLPLGTRAFPSDSSIGKDIVLSKFGKDRIPPVSFFADKLISNEQLSNEDMLICFLVVALSS
FLCPNTNIVPSPKYFGVFEDIDHIKDFKWCAFVLEWLLDHIKAFNRGKSDKLKRCQGLGGCLYYLVVVYLDHIDFRQRQV
ADFIPRISVWKQDMIQFYCSLDLKSPGVYGYRPLLEFEKTCYYKVPVNAFVPSSSRSTQKNVGFSGTDNVIDVELDETMR
NLRKSSSDVLSQKFKSKPGVTNVAVDNPLCDITNVRSRFGSRGKSSDLDKDVIYLDNDNVIVPDSVSPSPFRHRSRLAYS
KVSQGILHGSQNTKDEDVVLMQTIPFTVDGSPHITPILPRKSNVLHSSNGSDKRARISDHNDSSPVICIGSRSFAETVKV
DTKKSDDLYNLKFGKLRMTSQTSSISLGNTHGFPADSSIDPESLANRSDFKVRNSSTGGKIPIHGPRRMVRPSRVLIDDY
DVTGDKFKVSKSEIANYEAICRLAQSRSSNLDALYFGGVRCTYWSLGESMKPGGKVNNFVVAAFCYHLFCRPDGHPDISK
RHYFFSNISENLLKDHDEVAGDVMMRAFDRSSKARPLFQSNMLYFPTFYEDHWFVFVVDIKDKKFVFLDSYYSEVHAYQQ
YVRAKMIPEFQFWWNKFVKREMNFEQYGVLYPSVPKQSAENNVDSGIYAMMFLEHWTSPRSSLFSLFSSDDIVNIRIKLA
NEMLFNPRNTGNKTPVISFDLNE                                                         
>Sbic_06g023923                                                                 
KMGIEVSPEVVPHDQGLSIDTTHEEKTLSTSLVDSVGENEHSEIKILQNKPKKSISSPVGPADYVCTKIDREIIESVRKI
PPKPGKEELVLIEDIPVSRNHMECLFQPHEYLSDEIIDAYINLLKAQDGLKKRQGGTVYLETACLTGCMKRDGENNETME
DIYPKRGHRPALVQRVQTYLEHDMVFLPINVTHTHWYLAVINANKHEVQVLDSLGDMFGRDDLNKVRIGLRRQIEFVFNE
EKCMKEHKWLDVKVDDWPVNEIFHDKFLQKDGFSCGLFLINFMEYWTGIELSDNFNQDDMKAFRLKLAAILLSSDLNKRK
GCPYLDSDKNIGSPSDCTIIENPNMADQASAKKRKHSKEVECSVVQTDTQHIQTHNKSSQVHALEEADEFWAFDAMKEMP
MSKEEMTELLCDYVMAIQDEAIL                                                         
>Sbic_07g003200                                                                 
MASPTPNQASESDRIDQAPAKGSDHTEKVQVSHSTEQAQGSDHTENTKERESSPSYETSPSDIPDPRIERNARRELERDP
DYIPEVDEEVLSQFHELKEILSQEEFIHEGAPEPTTETTTEKTTEKTDDRKRKRGDRGLNQFPKVTFRITDVSPTGQPLA
PPEALPKWRNALGFLVRDHLDITVREWAKVDQNEITRMWDKLLTRFVLPQGSEDLVKEYTLKQWGIMFRNYKSELNSKWA
KKGLDPTKRYKITAGQWVVFLEQRSTEEFKALSESKSELAKRNKYHHHLGTGGYQRKLAQWEQEDEAQRAKGLPALPDQL
GRRGSRWICARVPAKEAKSGLSFSDPMVEEAAKNIFAVAAKQKAGEFKPQREKDVLTVALGNPEHPGREEAKREVEEVMS
KILSNPPPELMRRLATAMSSQLSGQQPPQMQLVVAPTTTEQASVVPSSIASTGDKVRYPVDEIDSPVPCSLVIRYGFNNN
RTREVATGLAIPGRQFHGSEIPEDYCRVEVLTVVQGYEDDMLDIPSPEGIEKLGQAIKNFILWPRRDVLLSQVPEPSPRE
VPQTQESSHPTSLPTPPTSPILHPQSPPPPSPIMPQPPSPPPSKPTPPPSPKPQASPPSPKPHASTLQSSTPPAPKNDDK
TPPQPKKTKFSVPKLVSPFEPKKKAASTALFLSGIARSRTSKLVDLAEHEKEGSKSFETRIVNIRPPTKDDYKYVPTKYE
PGIPLLSWDKLKKIPAGIKRMHDWYMRAASVGIDTINVIIPPTAFNSERTKAIVTFEDMWLMMNLQRLDVQLVTVFALMN
FEQQEMRYGSDPDRSASKRVAYLSPMKICEEQHNFRIRDKHDSLEGLDPAERKQIIDESRLDYKCKYDLYIALALLKYQD
RECVVAPYNFGDHWICLLINPSLGRVLVLDSADYDPSSFAKFITHLERAYRYYKIKGGRCDSSEPGQPLRLFYKWPCHKQ
PVGSVHCGFYVCEFMRETGRYVTNPSKQHELEKAKSVTQVVLYNIVEDLCTFLLREAIPT*                   
>Sbic_07g006230                                                                 
MGSGSNSKEGEERVLSHGDVVLIRSDLAVLHGPCFINDRIIAFYFAHLSAGLQDDDLLLLPPSIPYLLSNLPDPASVAAV
ADPLRLASRRLVLLPVNDNPDASVAEGGSHWTLLILDNATSPSTPRFVHHDSLPGAPNLPVAARLADALRPLLLSGSDSK
RGTVPLIEGPTPRQTNGYDCGVYVMAIARALCAWWNNGRDHQEGGDWFQVVRREVGAHSVKAMRADLLQLINTLIQEKAK
ANSPSKGDADPGSGKMQPHEKVAVLKPVASRPFSRFRPFPNVLQDFNANGSPTITVPEETELIRPKATRSASLLGNLPTQ
IAATIDAGSDAISEEVEANAEHLTCCDHVTACQAARRNGVRSRLSLDGYNWRKYGQKKVKGSEFPRSYYKCTHPSCPVKR
KVETTIDGRIAEIVYSGEHNHLKPGKPCLPRKPLSSTSTEVVVCDMRGTDDTMRE*                        
>Sbic_07g014000                                                                 
MTTSPSENTEQAQGSGPMEQAPGSGPTVQEKGTDHTEKAPGSGPTVQEKGSDCTEKALGSSPTVQEKGSEHVEKEQGSHN
TEQAEGSRESTPSYETSVSDIPDPRIERNARREYARDPDYNPEIEEEVLSQLKEMEEILSQEEVAHESAPEPTTETTTET
GNKRKRGERGLNQFPKVTYRVTDVSATGQPLAPAETLPKWRNTLGFLVRDHLDITVREWKNVDNNEIKRMWNRLLTRNYK
SELNSKWAKKGLDPTKRYKITAGQWAVFLEQRNSDEFKALSESKSELAKRNKYHHHLGTGGYQRKLAQWEQEDEAQRAQG
LPALPDQLGRRGSRWVRARVPAKKANSGLSFADPMVEEAAKNIFKVAAKQKAGEFKPQREKDVLTVALGNPEHPGRVRGI
SSKEGWKEGFGPEWEGMYRKRDRYKEELSNFFKEEAKKEVEQVMNKMLSDPPPELMQRLASAMSSQLSGQPRQMQLVVAP
TTSQQAPVVPSSVASTGNKDRYPVDEIESPVRCSLVIRYGLNNNRTREVATGLAIPGRQFHGSNIPEDYCRVEVQTVVQG
YEDDMLDIPGPEGIEKLGQAIKNFILWPRRDVLLSEVPQPSSQEVPLTQESSLPDVGGNITLPSLPPSPIFAPPSSPIMP
HPPSPPPSPKPQPSPAPPESSTPPPPKNAETPPQPTKDDETTPPPPKKLKFSVPKLVSPFEPKKRKSAGTALFLSGIAMS
RTTKLVDLAEHEKAAKKSEPAFVNIRPPTKDDYKYVPKKYELGRPLLTWDKLKKVPAGVKRFHDWYMRAASVGIDTISVD
IPAEAFNSDHTRAIVTFEDMWLMMNLQRLDVQLITVFALMQYEQQQMRYGPDPSTNANKRVAYMSPMRICEDEHTFRIGK
DHDSLKGLDPKEQEDEIKKREKKQIASYGLYLAMTMLEFQDRELIFAPYNFRDHWICLMINPKHGRVHVLDSADYEPTTY
APFISLLERAYRYYKIKGGKCESGIQGQPLRFFYKWPCHKQPLGSVHCGFYVCEFMREGGRYMTNPYKQKDFEKAKSMSE
ATLYNIVEDLCKFMLREVIPSEGKYHDRTSALAKPEYGALREISRLKLTRSGY*                          
>Sbic_07g021120                                                                 



MAPGKQVCSFVINCLCRKFFMDERPTISRKHYFFSSVSEVFMSDSSDYSYVERCFSGAASVLNLPLCDELFFPVLHGKHW
FLFVVDLKHKLFIILDSYFSRSDSFCVYTRNKMKNSFRHAWAMFVGSDPGFNNFRTCYAQVPKQANE*            
>Sbic_07g025036                                                                 
MTIDVTIERIEQILGLPRGTEEGKSVTLPTSAPNQVIDLFLQHGKSKKAIPSAKKPTLKNMAIGAADLLDLMEVVDTKMK
VRCFLMIVLNKFLIPSSGSHLNDRQAQIAWDLDSVVKIDWCKLVFEDLKDCIKNRHDDNNNCSGCSIVLLIAVFEALVPS
KCPTTEPSVIGYDDEKLKLLLEQIRDKVGVKKERGIDVKELLEPNTSTKSLDAELTELTEEKVKDVTKIFMPVNVTKVHW
ILVVMDFQKSEVQILDSLKSNTYVAPAYLV                                                  
>Sbic_08g002655                                                                 
KYMHLINSTVSFVNATKDLSTDHKDAIKSLGFGGLLRMPGTCLRRQMVTDIAKRYQISNQCFSLCGQNVPIYLEDVRDIM
GLQIEGIDVYEHINQEEVKDEDKKVDTELMKRYEDADHEIKINKLKQMMRSSATPDDDFKRIFVLFTIGVILAPTVKPYV
KAMYLPLVRKVSDIHKFNWGRFTLSHLLTSCTNYMVKKGANVQGNLTLLQFWYWERVIAYTKYGINYETIQPPLMARWTE
DNARLRWYAFNKEQLDGGTLMTRPTGQTTQQQTTQPKKVTTETSMSEPAISREEGLSNEQKQFLEEWANHSLKPDIALAM
DKRTMDIDHKYDRKILSQNEEIAKIRKEKILDTRLEARVRKIEDDTAEMKMEIKPSTATSSQVRVSMPPSSHIQESPHIQ
VKRSQPGGALHFSDILARINAEAHTETKVKMKKNTQQHNNPSSQHQGDTSTHITPRKPIIENDYKVSPIDTEVGSFVVMS
YDHAKVVQIGDHVLTAKQLRPTITDGFIFDEVINAYVDFSNVETEESSFITTFQAWKLATNNLGDERFKKIIADKCVQRH
LVFVPMNINNNHWALLVLNFIKKEVQILNSLSEMRDESKEKALEEDYYAKNPNEQRQHENAENESDVQIVEIETPSPEAR
MKGEEGTKGGKGTKGTGSQKETGAQNRKRGRPPKRTVVNTPSVADEFSSETIVKRVQRTKIPGKQQTSPYRPF*      
>Sbic_08g016440                                                                 
MEPVTMSLAYELQRAVTMLWTSTTTLSLKLRLLMPSGPRIFVPLLHDKHLSLIVVNLQNGSFDCLDSMTRPTRNPAEEKV
IANMRQYLAERFDISDVDTWPQAVLPVRQQKNTYDCGFCLMLHMIYYRTKDMNRIDEDMVFRYRRRLAVELLYNEENKVK
PPRDQALSSQVSNSCYSSPDVAVIRSQAQPSETNKSPEKHSSKQKVNKARGPKRKEDKRAYHTMRMNDKQLRNQIGKASI
LKQQTKTTFSSTFMEIKNKRMASKDIAIVSYPDECTASSQQPWGQPLELVSDKSAGPSSLLHPGVMADISALMTLAVPNS
RYFSPLFSTTFLLLMPNHHGSVDSVVAF*                                                   
>Sbic_08g018376                                                                 
IFIPVLHKDHWTLLVVQHKKKHPSITFLDSLNSEKPSKYHIGLDVEVSAETEETAEQTNNYDCGYYMLLFLCNFKSCELT
DYDQNDILLCRKHIAYSLLTDKENRAKGNFPSNIRVYSRKRAMSTREGEEEKSYEEKSSDASHSDRVDGSEGRVDGSERE
DESEEAAFQGADGEEEAFQDADGEEEAFQGADGA                                              
>Sbic_08g020821                                                                 
VQDVVLLDDEDMKPKEEVNCEMSDRLNEPEIYYPSRDDREAVKITRSDIKCLDPQVFLSSHVINFYIKYIERTRLCNENF
RDKFYIFNTYFFGKLEKSLHQPSDFPMLRRWWKSVNIFNNAYIILPIHGKYIETEWRFLSVADPAWPCLLSDIRKETVQV
PQQNNTYDCGIFMLYYIEQFIKEAPARFTADKLDMFSRSWFKPEEASSLRQRIRDLLLVEFETARLDQCCRISVAESRER
IKGIGVAESDEAKATGEAIGSTPILDAVSDSGVKRLEGNEDVTGSSMPIPDAVCEITGTKVWIKRVYRPTSGTTLEPGNW
CWSSSGGSDARWQFIEHFSGK                                                           
>Sbic_08g020823                                                                 
VQDVVLLDDEDMKPKEEVNREMFDRLNEPEIYYPSRDDREAVRITRCDIKCLDPQVFLSSHVINFYIKYIERTRLCNENF
RDKFYIFNTYFFGKLEKSLYQPSTNRKLLPRTRLDLLHVDPRPQLYLDSKLTHTCFSVSKEATTKMACKSDFPMLRRWWK
SVNIFNNAYIILPIHGKYIETEWRFLSVAEPAWPCLLSDIRKETVQVPQQNNTYDCGIFMLYYIEQFIKEAPARFTADKL
DMFSRSWFKPEEASSLRQRIRDLLLVEFETARLDQCCRISVAESRERIKGISVAESDEAKATGEAIGSTPIPDAVSDSGV
KRSEGNDDVTGSSMPIPDAVCEITGTK                                                     
>Sbic_08g020827                                                                 
VQDVVLLDDEDVESKEDVNCEMSDRMNEPKIYYPSREDQEAIELTRSDIKCLDPEVFLSSPVINFYIKYIKRTRLCNENF
RDKFYIFNTHFFGKLEEALYKPRDFPKLRRWWKGVNIFNNAYIILPIHAKEHWSLVIICLPPKERSSEPIILHLDSLGMH
CSNKILNIVERQVTISDCRYIEKEWRFLSVAEQAWPCLLSDIRKETVQVPQQNNAYDCGIFMLYYIEQFIKEAPARFTTD
KLGMFSRSWFKPEEASGLRQRIRELLLEEFESARLDDAIPKADASKGHDSIKEFEDTGNTNKGIKVAASEEASMESGYPE
ARVDKSMEDIADVAVLNNGPNSSNKCNENNTGYVVSKATSCSDS                                    
>Sbic_08g021135                                                                 
KQRCIDLFAFLDSLGLTVLDSKRQPANWPLWRLGDPEAKQKADCLKTEELNKDGNGKDDGMQKEELNAMANEIGDPASTS
STVKPDLSIRTKRGLRLSELASLEAGKHVSDGVINFLIQQYSEELLGKGIHDTVLIDSDTSFFLSQGNTTGAMEMCSNRI
VIFPINSNEESYNPGGPSLWSVLVLDKWTKHGPRFIHYDSSGGANVPFAKQLATILNPFVPQGTSFFEGSIHEQLDSSDC
GLYFVAVARLICRWRASSELSKEDWDSDLQSKTSTKKIAKFRKAIYCGLREHEETVPNNVRRQMNQYSNEIASLENGQFI
DDGLINLIFEQCSQELVNNGINDVILADANVTFLFNNGNTAGALELCSNSLVIFPVNNNEELNRAGGGTHWSILVLDKLT
NDGPRFVHHDSSGGANSPFAFRLADKLQPFVPPGTYFVEGETPQQINSFDCGIYAIAITKSICQWRTNRALGFWVIHSWY
RLQRQT                                                                          
>Sbic_08g022500                                                                 
MTRTTSNAARSNEHEEHPSPREQEIHDQFSQEQFDEEVGNGVAFMLTQEESGEEQGGEAGRGETDEGSSKDDDSTSGYES
PEDPHPCEPRRKPTTDELDKDFDPNEEVPPKPPKRPRRRPTRFAGHDGARERRAEATGTETTIVASAPQPEGTTSASTTK
VKRKGGVRKPNHYPNAKMVYVIDEVGEEGQILKPKEFQSKFRNAIGALVRDKLNPSIRNWHDYPEDIKDDLWKNHLLVNF
NFRIPAEKLPLVRRRAMKMMGESFRRWRNELNTEYIKKGLTPYHKYGHITPAIWALLVAEKTAPESLALSEKNSLQAKKN
IHHPRLGPGGYEGKEEMFRKMEEEAVAAGNTKVMKLKPRTKRWLFARNLEESGSSLKFAKPETEEAVSRIMKYSEDIEKG
SFTPSREKDELSLGLGNPEHPGRVRGLGKHKTWKEGFREDVEMYKKHGRNREESLATLVKTLVAKELQEQGLSTERRSQM
EPPRDLVLVGSPPNVQSSQGSNAASASVDHIRVPTRCILLIPIGRGQEMAEVATGLAHPPIPGDIWHHKPVSADYSKVEV
HTVNPEYAKHKIEHPTSEGIRELGLLMKQFILWYKKDIVLNVSSPTPSDVHLERVHLEDGAVYSPSHEDHLMHERVPASP



TAARAEPEHEMPHVPQSPQPSTARAEPKRDETPHVPHSPKPSTARAESEHDETPHVPPKPQHSPARPEQGHDEMAQTFQQ
APPTHEELLPLVCEAREKIPIMIRSTGSKSFVDMNVSGMYKWYAHDQFKPENQGPNKFAYRMPTDTSDYTTITKYPDVET
IKWSKDCPKEYVKGKRFLPNRVLCKMPYGMRRFHDWYYLHVSRTELNVLEAVIPARTFGGPASGIAFDFSDIQSCFHLSS
MSMNLIRTWCLMQANFMKSTRSTKAGYVDPMPIAQINFNYPSRWELDAPQLAAGGTLAEKEKIRAAKIREESLKVAAWLA
VCLKNLQHFETIWIPYHFNNHWIVIGLDVGMNMAWICDSADLDPHTYKDFMSILITAFRAYVKNHKGRHDPGLGSHLRFK
SLCSYLYLTHLHLQIETKFPKQRPGSLHCGYYVCAFISNTKGYRRHPELWKEEKGLKRDVYRDDDLLEIVGDLCNFIMDH
VVYYKGDYHNPQSDLGSNPLYQHLRQWDRLCLGR*                                             
>Sbic_09g016155                                                                 
DYMCTEEDYPLLEYLKLEPEDKVLVNIDGAWLKRKDMECMFNDNMQFDDNVLSAYIHCIRDEKHLLRREGGVVFLENTFI
CSLLERDGDPTVTLSYKTDNITERVQNYLKADMVFLPINIKKCHWYLAVVCGQLEEVHVLDSLGLMFSGRTELKIVLKGL
ERQIKCALEHDRNLDRGKWKNLDVSTWSIIEKIQEPMQKDGISCGLWMVNFMEYWTGSSLSDEVTQDDINNFRFKLPAIL
WDSTSNIRNVHRELKQPSAGEDSPSDVEIIWSIDNNNKRCDQLFLYLIVVFCILSKEWVLSTTPYPISISLRTIRDILDK
SKPMDSGCFNMAVRTVACNEARFIIEEDKWCFMDLKFCVSSYSCSGDTRCRDEINYEELAGLFECWTPCYYIKDCSTVLL
PYHRDRLYILFIIDMRKKIVYIMDPLAPKLKYTGTDRCSPYLTTLHDIAYHFNHAMKLANATWNIDISEW          
>Sbic_09g021200                                                                 
MDTRSRKKRRVVDFSSQDDLDDHADSQSEDLMCGQFYDDDAFIDKSSSDVDMFSEESSSGSSAARNFNKNLYQQCLKDYK
RINAMRRKLSLAMQAQDHKAVVRRYGFGSLLLFYKCFVPKKFSKWLASLVESKYGDLIVQGKVISLTAQSVNHVLGIPVG
GTPFPSNYSTGKDYVLLKIGKTTLPQVSFFVDKLKAADLNDEELLVCFLVVALHCFLCSNSNIVPSPRYLGVFEDIEHIN
SYDWSGFVLRWLLDGVKNFNKGNKASEKHCGTLAGCMFYLAVFYLDHVDFSHRRLPDSFPRIDVWKQNMIRDFFDLDLRS
GSVYGMRPLLDFEKTCYHKAMSVDPELIREEFDDVDFLSKLEQACGCEVPDSLKCSVLNVVEEHCALPDDLKKLFSKLMN
HVYSFKQKSQELIVKVLKEFADYESSSNRNSPSHELRSMSENMNVVPEMIDPEIIVETVERGASLAKDPSKAAVDVGSGS
CSKRDNLNFHLDGSQKDISQPYDRSFKIARRDAVVGKSSSLAVPLPDLGDVIPVVKDDDIDPKVDPIKMSSHYVTLSVLF
LYFFLLAEVTVVGSLSLSQKLKSMGKKSDALYNSKLHSSMSAFKSLSKTRGYPCPSPNSFGGSSSKSDFKLSDSSTGGKV
PIHGPRRAVFPSGIMSDEFDIVRVTFKVNKSKIMNYKAICNLAMSRDSGEDAIMSGGVHCTFWSLGESLKPGGVVNNFVM
AAWCYHLYSQPCGHPDVSKCHFFFSNIGDQLLKDVDSANEDILRRDFTRSSKTRPLHRSDLLFFPCFYEEHWFVFVVDIK
DQSFVFLDSYYVLQSEFQVEVRDRLIPNFKFWWEKLVMLDMGFEMYKLLYPFVPRQPAQNISDSGVYVMMFLEYWKSPRS
SLFTLFNESDIPNLRIKIANELLFSPKNSGRKDLVIGYKFVVYFL*                                  
>Sbic_09g023175                                                                 
DDSSSDNSSLDHHLYEKCIKDLQKMKNMKRKLEMAMKHKSKKKKVVKKSNDGFTRFSPTAFMNVISSLSPEKKAVIDGYG
FGSLLMFNKCFVPNKFATWVARLVDSKSGDIIRNGKVISLSEESVHFVLDLPLGTRAFPSDSSIGKDIVLSKFGKDRIPP
VSFFADKLISNEQLSNEDMLICFLVVALSSFLCPNTNIVPSPKYFGVFEDIDHIKDFKWCAFVLEWLLDHIKAFNRGKSD
KLKRCQGLGGCLYYLVVVYLDHIDFRQRQVADFIPRISVWKQDMIQFYCSLDLKSPGVYGYRPLLEFEKTCYYKAVRLNS
VGCADDLDSEFCAKMESVSGCKLPFSLKLKISKLIDEHCFNCGLSVNMDINSLGNVSKEFQDMFAKMFRHICKTDVPVNA
FVPSSSRSTQKNVGFSGTDNVIDVELDETMRNLRKSSSDVLSQKFKSKPGVTNVAVDNPLCDITNVRSRSGSRGKSSDLD
KDVIYLDNDNVIVPDSVSPSPFRHRSRLAYSKVSQGILHGSQNTKDEDVVLMQTIPFTVDGSPHITPILPRKSNVLHSSN
GSDKRARISDHNDSSPVICIGSRSFAETVKVDTKKSDDLYNLKFGKLRMTSQTSSISLGNTHGFPADSSIDPESLANRSD
FKVRNSSTGGKIPIHGPRRMVRPSRVLIDDYDVTGDKFKVSKSEIANYEAICRLAQSRSSNLDALYFGGVRCTYWSLGES
MKPGGKVNNFVVAAFCYHLFCRPDGHPDISKRHYFFSNISENLLKDHDEVAGDVMMRAFDRSSKARPLFQSNMLYFPTFY
EDHWFVFVVDIKDKKFVFLDSYYSEVHAYQQYVRAKMIPEFQFWWNKFVKREMNFEQYGVLYPSVPKQSAENNVDSGIYA
MMFLEHWTSPRSSLFSLFSSDDIVNIRIKLANEMLFNPRNTGNKTPVISFDLNE                          
>Sbic_09g029625                                                                 
MDRYDGPSKFDNFDDRPSKKSKSAESDPLESDVDPITSTASPKRETSTPVSEFIEKQMGQEKISDEANIVDPTDTVASTN
IQTFSSDSKTKDKQIREEQLQLEDEGDTYDYLPQDYTLSDMDLCAQIIIETSSKDDYLVKMDEITVKQHQLLCLLDQSKW
LDDDVISAYICCIKEQVHRQNMDEAKKYFENPFITRLLKREGELGAHEDGNFITEIVRKYLDHEMGLQYHLDIIKTQGNL
NNQKWQDLHVTKWKLVEELKEPIQKDSSSCGLFVLKFMEYWNGQTLTHPITQEKINLFRSKLSGILLCWKSNTAAIMTNF
KEDADKKADFDDVTILESIDAQNKSKVLSPMSVENKYYSLMSILSKMGIRELVCGLCDYIKSINCPHTLEKVWVQNSKPY
SISLTLKKLQEILNNDMPMDIDTFNLVVRKHIYDDIQVVKNQRGKISKHYLDLQFWMTTDYGRHPNFRKKLDVEQLANSV
RSWPENNYSVSSCRLILIPIQLYGEFNLFILDKDIRTIYILDPNPLDPTYQYNPDGRYVKKLLWIAEYLPKAMSTVCPRS
RWNENVFLWRQKILYDIPIYK                                                           
>Sbic_10g005365                                                                 
MVRKRPSGVVDLSSSTDSETDGSEDVQCSQLPFMDDDSYPSLSGSELFAEDDSSSDNSSFDYDLYEKCIRDYKKIKSMKR
RLQMTLKHKSKKLKTGNKTKDGFSRFSATAFSNVISALSPKEKGVIERYGFGSLLLFNKCFVPNKFANWVARLVDSKSGD
IIREGKVISLSVESIHLVLGLPLDRRAFPVDPSAGKDVVLSKFGKDKIPPISFFADKLIKKENLSDEDMFICFMVVALSS
FLCPNTNIVPSPKYFGVFQDIDHIKDFNWCGFVLDWLLDHIKAFNRGKNDRLKRCQDLVLEIMKAIAETDPNVDDSGVSV
YDSTSQRVGVVGSGSAPEQVDVRYAKAAVNTFVPSTSKCAQKKTVPVVPDNVHLVDLEDDMPKMKKTTPGNTTVRNPLRD
ISNNGSQSATRGKSSDLEKDVILIDKENIVVPDSVSPSPFRRRSRFVGFKISEDSENVSPTNRDEGCLFMQSIPFTPEGS
PHITPKLSKKSSIFPVINSSGNRTHCSSAKENDSSPVICTGSRPFAESVRVQIKKSEAMYNNKFAKSDISMHTPAVPFGN
THGFPADSSIDTHSLATRSDFKVRSSSTGGKIPIHGPRRLVCPSRGLIDDFVITGDKFKVSKSEIANYKAMCGLAKSRSS
NLDALYFGGVRVTYWSLGESMKPGGKVNNFVVAAFCYHLFCRPDGHPDISKRHYFFSNISDNLLKDHDEVSADVMMRAFE
RSAKARPLFQSDLLYFPTFYEDHWFVFVVDIKDRKFVFLDSFYSEVHSYQEYVREKMIPEFQFWWDKFVKRDMNFKDYGV
LYPSVPKQSPEN                                                                    
>Sbic_10g011280                                                                 



MINVIIPPKAFNSERTKTIVTFEDMWLMMNLRRLDVQLVTVFALMNFEQQEIRYGSDPDRFASKRVAYLSPIKICEEQHN
FRIGDKHNSLQGLDPAERNKIIDENRLDYECKYDLYIALALLKYQDRECVVAPYYFGDHWICLLINPSLGRVLVLDSADY
DPSSYAKFITHLERAYRYYKIKGGRCDSSEPGQPLRLFYKWPCHKQPVGSVHCGFYVCKFMRETGRYVNNPFKQHELEKA
KSMTQGVLYNIVEDLCTFLLKEAIPTEGKYHDPTSILAKPEFRALRDISRLKLSRSGY*                     
>Sbic_10g016910                                                                 
MADISPLWYKVQTRTLQYKVPQQENDYDCGLFVLYYMQRFIQEAPERFKKKDYSMFGKRWFRPEEPSQLRDQIRHLLHLC
RETEVKKGVTGSCGESQPKIENDGTDPSDASEPTTPKHLMVGPSPTGRCTTATPASSPALALASALRSASATAIFCLSDA
RITVPGAPDLHGEAALGEAKGLIEADVEGLEDLWRAREQWGGTDPACGEESSGRAWGRARWRRISEANCH*         
>Sbic_10g016955                                                                 
PKQQKLTKYLHAPIVRCSPSIFNSFIDLLTMSQRTRINNMNFGGLLQIRADKLVSREMLRYLYDRLDPVTMMLVLGKDRV
IHINPFVVKQTFGIPDSGEELSLHTNQEACKALSDFKDFIGLQEAEDVHTKYLQEIWEADIELDSRMLDDNMCIKIFFMI
ASNKLLFPSSDNNIRAKDVYLARNLYRLPTMNWCKAVTDEIQEAARTWRLDRTTKVSPSITGCTFFLLLRDISDTVYHMP
HHSIPEKPANIQPVSAIQFPSILSELVGVVNVTVAKPKRKLLVQAFTEFDIKSKKATTYLNRGQLMLQTSHDQLIAKVRS
ILENQSCENNSIDHQAKPTAPTAADANDLDMHDIHNRDNIQSEHVTEAPNHSKGYGTNQHINHERHVPLQQNSPTEAAAP
QPMDAATNAGSEQELDHEHSPVHTDVTIGDVVPPILGQAMDQEGTGQASHIGRTSSLDSLVDLITASVIRTAHRQTTTTD
TMTPEPVVLTHTQHQLPNEVIRPDSTTIAVEPLLLAAHPQTITTDTMTPELVVLTQTQHQLPNEVIQPDITIGVEPLLPA
AHPQTTTTDTMTSEPAMLTHTQHQLPNEVLRPDITIDDEPLLPVYPKPQRLTRRQSKYVSPFKGDPMRTRVPMSKALAVW
KKFRPSLKSLNEVFISTGFTDFTGNEILDSFPNDQELSTKLMSYFVQCLSHDESVHMLDGGGYRVFLPHRIGFFLPIMEE
DHYTVYCINLIHDRIDILDSSPDDHRIYHEVVGNRIIPRLNLLFQEATDGKLKSFTRFRRPILPVPVQRNATDSGLYAIK
FMELWNGEAFHLPILT                                                                
>Osat_ChrUn_fgenesh_mRNA_55                                                     
MDISRTNEGYTSCGPVVEMSWHRAGVLLLGAQSCLPVPEVPAVGGIGSVLLSMARMGWKLCHVFRLYTVVMADRDEEQIL
YDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRP
SAPAEAAKNYVRHSGWVVRDNVPVSTVYWFRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQF
QSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEAS
LIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGMFRPDRDRDELTLALQTPEHPG
RTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSP
SGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVE
VELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPLAPPSPPQDPAPSPPHAPPAPSPPQAP
ASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKKQFK
PRSPEKKIPIDPSVRNFFRGMSTSVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGL
TTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGI
YELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKTQHYKTFILLPYNTEFHW
VLLLFDLDACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRSKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCL
ANQIITTRELEFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYNGNTIHRSLASELAASTTTSKS*       
>Osat_LOC_Os01g07820                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYLKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQIEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDVVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPVMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQSPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKS*                                                                  
>Osat_LOC_Os01g07840                                                            
MEEDEVEDDNIPDFAQYAGFEGNQTGEEDREADYNDVADDLGQMLQDAKEDCESEKGAHKLDKILEDHRTSLYPGCEQGH
KKLDTTLEFLQWKAKNGVSDKAFGDLLKLVKNILPEGNKLPETMYEAKKIVCPLGLEVQKIHACPNDCILYRGEEYENLE
ACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPWLRRLFRNKGSARMMHWHAEERQQDGMLRHPADGSQWRN
IDRKFKDFGKDARNILFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNNIDVFLRPL
VEDFKLLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESMYLKHCRKVVYMGHRRF
LATNHPVRKKGKHFKHTADHRTKPKHRSGKTVFDMVKDLKVVFGKGLGSQPIESEDGVYEKSKDTLEARNDLKHMEQCGD
LHPEPQEKGSHYLSSASYTLSKAEKESMFQCLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVIIRGIL
PDNVRATITKLCYFMNAISQKVIDPDRLETLQNDVVQRLVSFELIFPPSFFNIMTHLLCHLVKEIDILGLVFLHNMFPFE
RYMDVLKKYVRNRARPEASIAKGYGTEEVIELCVEFIEDIHPIGVPESRHEGRLRGKGTLGRKAIMTVDNNLFRKAHFTI
LQQSSLVAPYIEEHLALVRARNIGVTIDDSRMTTVDLNKVGYSDEPFVLANDVTQVFYVKDMSSKGKKDKGPDESKRHVV
LPSKRKIVGVEDKTDEDYDQFDGQPPFTVTVDTSILLSNEDTPYSRSDHKEGTIVRRKEDVVVVVPQAEVMADRDEEQIL



YDTIALGSSQYWNKEEGNEDPNQYLNEEGNAERDAEGNEEGNVERDAEGNEEEASGNGRPSAPAQAAKNFVRHSGWVVRD
NVPVSKVYWRRTRARGGDDSFVPESEKEMLWTTMLETFTLPAGTENIVKQWTLKKMAEQFQTFKGDLYRKYILKGQTPNF
DIFPKLRDHWDEFIAYKTGQQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEEMEASLLERGIEPATAKWPDRSKFW
YYAHGGMLNPVDGSLVFSDQIREAANRLTDAVEASSQGTFRPDREKDELSLALQTPEHPGQTRGKGVIPWKMGFKEDIHT
YRSRMRSKRDTEAKIADLEYRVSSYELSIQEEVARKVDERMAAHRSHDPQPYIPPPMVSPSGNRSSCASTGQVVSHSMDA
MQTQDETTYPVDEITQRTPCELHIPFKNLSIKGMAIPTDISGTYHCRPIPAGYSRVEVELVEAVYEDIELDYPGGDGETH
LRDTSHAIILWRKRYIIVPGRQAASRAPSPPAPPSPPAPSPPAPPPPPPALSPPAPPPPPPAPSPPAPLPPPPAPSPPAP
PPPPPPPPPCPPAPPKTRSRQAPPPASTRATKKAKVDTTKNKEPPYGCSQEELDAYVAGEVKRQLKPQSPKKKIPINPSV
KNFFKGMSTANKEALKLSDYDRTLRKAYYKKSKPVPQLGEQPHQVVEPLVTGEDFGITDFISDIGLTMAQLVGGAPIPKA
EVAYKFELGKPLVRPEQLQSLPTQMYKFHERYMEMSANGREMFGARIRNPDFLQGEDVLWIHFKDVFDLYHRDALDVSLL
SAWILMEIQRARRRGVYDTGFIDPRKINTEMLDKYEKDTEDNLVHLLTQQHFKTFILLPYNTEFHWVLFFFDLDACRVTV
YDSMNKEEKVFDKVFQLIDRAWDRFRQLVRGTWKEKLGRRFHFPCAKQDKGTNLCGYYVCEYAHCLSNQIYTKRELDRIH
MREKLPHKDFITAVQEQLMGFINEEVLNPDGEFYYDGSTIRNVGPSSSDIVANEKMRRSQDLILNPSDNAVRSGRMRVGN
GGNGIGPSRSHNRHRPLSQPC*                                                          
>Osat_LOC_Os01g08730                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIDRGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHITFKNLSIKVASGMA
IPTDPSGTYHCRTIPAGYSKVEVELVEGAYEDLELDYPGGDGGTSSFLGDKRRLVHHLLRLRHLLLRILHRLLLMLRQHR
LHLRLQHRLLRILHRLLLVLLHLLPRKLLFRHLQSQGPPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEV
KRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFI
TDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKSELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWI
NFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYN
TEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYMCE
YCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*  
>Osat_LOC_Os01g16730                                                            
MVHTKDSDEIFVDSTSSDSKSSENDDVISDSEDSKTSCDEISKEELLRSLKLKLNKKKVSVDCNLKRKRSETAEVDFKNQ
LDSALLEIFRDNVLIGMKRKLHCHKSKKKSVMIDATEETKLTRFSVKYFSEVLEKLSKRHRDIIFKSCFKTLLLFEKCSV
PYRLALWIAQKVDVNSCDIIVQDKVIPLSKESVHIVLGLPVGGLPISSNYEIGKQKILDTFGLSSLPTVNFFGDKLIKNE
SMSDDQVLISFMMVSSNCFLCPNSSLQPSTKYLSAFADLTSIDKLDWSNLVFEWLMKHLSKLEKSKSFGGCLYYLVVNYL
DFLNFGMRKVLQDTPRIKVWKGTMIKKFSKFDKISKGVYGRRPIKDFSESCYKMIETGTAKATFLQRLDSAIGVDLPQEI
KKDINELLLHHLGPDENCIDDRVKNLLIDIFVLLSNASKPSVPDNTDFNPSEDDKNKLNDGSIINEANICETPKIHSTCD
DNAILNEQSPMLCKDTKTTERSCSEMDKNSDVDGIMRKLCKPGMISSPPKITKARFVGFNERKPIYFDHEKPQFQIWDSD
DDNINQEDNLRFEVTPRHGLKSSKIVPDSYSPACPTELNKTKIIPLDLSQNLYDLSQNQENNSENEDQLIMVTLEDSKTQ
SQHNEKENLPVQQQYTKSTENKKDSPEVVFLGERQSTENCLDITSKTNVLYNKINTFIVNPDKKLKMCTASPERVLLCNV
DRNVGQCCSSQKPQHDLRRILQPARYSTDPYSPERQSFCATAYDRQVYNAVCKISKISFQDKVAVDIDGVHCKFFTFGDS
FKPGGELSNFVMSVFCRNMFRLSHPSKSKKHYFFSSIGERSATNFSVVKKCFDGASLARPVHSCDLLFFPIVKNRHWFVF
AIDLKAQRFVFLDSMYDEDSICHQQIRPKLISNFSLAWNLYVKDHPIDFNNYTVIYPPVPKQTNRFDCGIFTLKFMEVWG
PRVLLPNIFSQRDIPNIRIQLLNKMLFHPHNSILCSDLYKLLNDHF*                                 
>Osat_LOC_Os01g18260                                                            
MADRDEEQILYDTIAKGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFK
GDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIER
GIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRG
KGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNR
SSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELFEGAYEDLELDYPGGDGGTSSSLGDKRRLVHHLLRLRHLLL
RILHRLLLMLRQHRLHLRLQHRLLRILHRLLLVLLHLLPRKLLFRHLQSQGPPPAPPLAHIRATKKAKVDAAKNKDPGYD
CTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIE
PLVTGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYE
LYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVL
LLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLAD
QIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*         
>Osat_LOC_Os01g19110                                                            
MKPRRIPMPTIRREMKTKASTMNPCVPNYLIQGNGTVYTIDSCYKNGGLHVASEVKRQFKPRSPEKKIPIDPSVMNFFRG
MSAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEEFITDTGLTTDQLLGVAPIEKAEVKYMY
ELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILM
EIQRARRRGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNIYDSMDK
KESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKKGTNLCGYYVCEYCHCLADQIITTRELNFIRMRDNLT
MHKGIYRGGSTTTHGIHQRTNP*                                                         



>Osat_LOC_Os01g20150                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQRPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGLAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEARNEHPHRLGTAGYIGKEAIWAQEDAAAAAANVPAPFSDIPEQRARNWAWARG
KVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESVPKRREDDILTKALGTKEHPGRTRGIGSDVPWKHGLPQYSSQY
RKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTSAVQPTPRVQHDASPSQHRSSCASTEVP
APGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADLLAGYAKVSIDTVKDTWSVYPLPVPPN
DEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKCKLSIEAPRGPALSVPHSPGGADMDLADIAQSLAPIKTTRK
ADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELGMPLVEDNVLAVMGIACRELHKQYMEL
SNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSLLCWIESRRHGNQVGFLDPSMVNEVNL
RQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRH
KEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*                             
>Osat_LOC_Os01g21490                                                            
MAQRLSLRWMRMAGRRRWLKRRRTGACSRASSAWSRSGGCDAQNGRWSKEKWFGTVWRDGNAKEMEVTLTQTEMAKVVVT
TTGGEVEDDGEAEDLSLSFFSFKEFTPPQAPLSAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVAS
EVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKLVPQLGEQPNQEIEPLVTGKEMTIEQ
FITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDIL
WINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLIHLLKAQHYKTFILLP
YNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYV
CEYCHCLANQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINKEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*
>Osat_LOC_Os01g22200                                                            
MAIPTDHSAPSPPQAPAPTPPQAPAPTPPQAPRPAPSKSRAPQAPPPAPTRATKKAKVDAAKNKDPGYDYTQEELDAYVA
SEVRRQLKPRSPEKKIPIDPSVKNFFRGMSAPAKEAIKLSDFPQLREQPNQEIEPLVTGEDFGIQEFINDTGLTTDQLLR
GAPIEKAEVKYMYELGKPLVEPEQLQSLPTQMYKFHQLYMEMSATSREMIGARIRDTDFLQGDDIIWINFKGVYELCQLD
ALDVSIMSCWILMEIQRARRQGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDL
EAYTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRWKFNFPCAKQKQGTNLCGYYVCEYCHCLADQIITT
RELDFIRMRDNLITHKEFIAAVQEQLMGFIYEQILDPKGEFYYD*                                   
>Osat_LOC_Os01g24294                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQDQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKALQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRIQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLQQSSTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVVEVHNEQNTRNFGNHL
RTFMGFRDIKSRCFSLRITDKDLANIAYDGLLDSIKEKLNGQIFLDVDHVLHEALAQKSQVDDNSLNASLDDSAISCIAE
PRDGSDCGNNLCNDAVTSIAESNVGPDCLTNLDDNVTTIIAEPSVGSDCVTNLDNDGIAEPNNGLDCVASLENNIIENIA
ELSDGSDCITSESEIALSPKIESQIGHVDVRKDDDNVLRDSGAIESKVVMHTYQRPYPEYVDSVPYPQGFEVPNFTKFTG
ENARTTMEHIGHFIDQCGKAGSDDLLKLKLFPLSLLNFASTWYSLLAPSSISTWSQMEHEFHDYFKDASLMEQRPIDTSS
VTCETISVTSMPKTGIVSDPLPISSINVDKKKGKSVIIGDPRPKNRINNAKAGDHKIAKDESSSSQKTKKPKLTFEMLMA
KYKKGLAGQRFDNQTCDSKRPRSSRRKRFGQTSKQSEPSTIPTPYKPPIVMPWYPYPMSLYGYPFMYYMPWMPQPPMPCH
QGWKQSPRTVPSHSNSRQDRFPRKNRSGGSKVKKVKKVWVRKEAKAPEVVAIKEESQDVHVPTGDAVETTQAKEIEADAV
TINIGGLTETAGRSNRQSTAGLTDLTGRSDRRLVAGLTGLSGRRLQRLRVIGQKEEEAEDVENKTCNNLEPRKAPRQMWR
SKEGRSDWNYTAGLTSDDQWSDRLCMAGLIGIPWPIYPSLSKGHWLVLVAMGYFTKWAEAVPLDNVTFEVNLGSLRYFKQ
DDMSVEDYKTLMGSNFEDVIDKRLKTSKEMKTLQDGVFREQLMGDSLKKYFPSIWQGGMCLHPNLAPMDEIGKNCQSLES
AGFPSQGRSDRRYMGGLTSYRAGLTAEIELGASKLYHVDAKFDKERENNFNLSKSSLPALPH*                 
>Osat_LOC_Os01g24510                                                            
MEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMD
KKESTFNKVLELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNL
TTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAATTTTSKS*                          
>Osat_LOC_Os01g24660                                                            
MEKWFIFLAEANDRLKRKAFHKMGKACKNWKSKLFTEFVNPPGNHTPFDEYPQITEAVWEEFCSLKNTQEFRKSSEVHRL
LQQRNEHPHRLGTAGYIDKEAIWAQEDAAAAAVNVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAFVYQELLGL
VAEQASQNEVESTPKRREDDILTKALGTKEHPGQTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQE
LEASMNARVEERVNKVLADMNIPRGTTPAVYPTRHAQHDASPSQHRSSCASTEVPAPGLPVAPLAAVDHIEVHGADLLAG
YAKVSIDTVKDTWSGYPLPVPPNDEIMTLSDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPVLSVPHS
PYGANMDLADIAQSLAPIKTTKKADNSPPLVKGQKRELGKVGELAPEPKRGKAATSMPVSKAGKVVRAPAQFELGMPLVE
DNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSLAYITIGFDDFFDFLRIPKLDTRLLKSYSLFCWIE



SRRLGNQVGFLDPSMMNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDF
TEITKALNMAWGPYVEKGGRHKKGKDELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVVEVHNEQDTRNFGNHLRTFMG
YELFHGV*                                                                        
>Osat_LOC_Os01g25120                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGYQEEEASGSQPSVGQKRARGQ
RGVAKKLEGRHIITEVEEDGRPSAPAEATKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGVAMPKWEQMEASLIER
GIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRG
KGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNR
SSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTYHAIILWRRRYIILPGR
QAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRA
TKKAKIDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSG
KSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVNPELLQSLPTQMYKFHQ
LYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVA
MLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVR
GKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQDQLMGFINEEILDP
KDEFYYDGNTIHRSLASKLAASTTTSKS*                                                   
>Osat_LOC_Os01g25370                                                            
MGALTDSRKRLSADHRLLPSFPPSPPPPSKKPKLAPLPSSSSLADASSPPPSPPPPHPSSSSAAAQGPSSSYSAAAAAGA
GGASTSYASSLPPSRLRRLPPPPPHPRPIHGPQRVLRAFRLGSALSRSNPSCFTPSPSSPQHPRSLGLEQYVELVDSVAH
PPPLPPSPSTADAPSRVEVIAVDDAEERKDDEEAREEEEEEVKGSVVVRRVPLYKELYEASSRRRDAKLRTLEFEVRLAE
KGRLGLEQLADVLPRFGPRKEDEPFVPFTDEDEDSVDHALGGRNRRERLVVHESSNIVITRETLQCLNETEWLNDEVINL
YLELLKERELREPNKFLKCHFFNTFFYKKLITGGYDYKSVRRWTTKRKLGYSLLECDKIFVPIHKEVHWCLAVINIRDKK
FQFLDSLGSMDMKALRTLARYLVDEVKDKSGQHIDALSWKQEGVKNLPLQENGWDCGMFMLKYIDFYSRDMGLTFGQKHM
HYFRKRTAKEILNLRAE*MGALTDSRKRLSADHRLLPSFPPSPPPPSKKPKLAPLPSSSSLADASSPPPSPPPPHPSSSS
AAAQGPSSSYSAAAAAGAGGASTSYASSLPPSRLRRLPPPPPHPRPIHGPQRVLRAFRLGSALSRSNPSCFTPSPSSPQH
PRSLGLEQYVELVDSVAHPPPLPPSPSTADAPSRVEVIAVDDAEERKDDEEAREEEEEEVKGSVVVRRVPLYKELYEASS
RRRDAKLRTLEFEVRLAEKGRLGLEQLADVLPRFGPRKEDEPFVPFTDEDEDSVDHALGGRNRRERLVVHESSNIVITRE
TLQCLNETEWLNDEVINLYLELLKERELREPNKFLKCHFFNTFFYKKLITGGYDYKSVRRWTTKRKLGYSLLECDKIFVP
IHKEVHWCLAVINIRDKKFQFLDSLGSMDMKALRTLARYLVDEVKDKSGQHIDALSWKQEGVKNLPLQENGYFSQFFFLV
CVSVLLTNIIQ*MGALTDSRKRLSADHRLLPSFPPSPPPPSKKPKLAPLPSSSSLADASSPPPSPPPPHPSSSSAAAQGP
SSSYSAAAAAGAGGASTSYASSLPPSRLRRLPPPPPHPRPIHGPQRVLRAFRLGSALSRSNPSCFTPSPSSPQHPRSLGL
EQYVELVDSVAHPPPLPPSPSTADAPSRVEVIAVDDAEERKDDEEAREEEEEEVKGSVVVRRVPLYKELYEASSRRRDAK
LRTLEFEVRLAEKGRLGLEQLADVLPRFGPRKEDEPFVPFTDEDEDSVDHALGGRNRRERLVVHESSNIVITRETLQCLN
ETEWLNDEVINLYLELLKERELREPNKFLKCHFFNTFFYKKLITGGYDYKSVRRWTTKRKLGYSLLECDKIFVPIHKEVH
WCLAVINIRDKKFQFLDSLGSMDMKALRTLVSSII*                                            
>Osat_LOC_Os01g27080                                                            
MPPPPRHAAAATAPQRHAAAAVATPPPRRRANRRPDAATPPLTNENENDRTNESENEHVNVRCREDVNENENDRTNESEN
EHVNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKR
ARGQRGVANKLEGRHIITEVEEDGHPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTM
LETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAA
KKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHDGTLNPADGSLVFGDQIREAARRLTDAVEA
SSQGTFRPDRDRDELTLALQTPEHPGRTRGKWVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVA
RKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVA
SGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCS
YTYSPASSSSGTFKVRGPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRN
FFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEV
KYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSC
WILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPKETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYD
SMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMR
DNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                       
>Osat_LOC_Os01g28390                                                            
MAEKYSWTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQ
DAREDCESEKEAHKLDKMLEDHRTSLYPGCVQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYE
AKKIICPLGLEVHKIHACPNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRL
FRNKGNARMLRWHVEERQQDGMLRHPAYGSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNL
PPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQ
SNKGYKACTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHHSGKTVFAMVKDLKVVFGKG
PRSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLQ
PEPKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIKGILPD
NVRATITKLCAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERY
MGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAITTVDNNLFRKAHFTVLQ



HSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYT
RAQDMKSTNQNSAVRVDAMGHDGTTATYCGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDE
PFILANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLTIMADRDEEQILYDTIAEGSSQYW
NEEEGNEDPNQYLKEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRP
SAPAEATKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQF
QSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQVMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEAS
LIERGIEPATANWPERSKFWYYAHGGTLNPADGSLGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYR
SRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGIAIPTD
PSGTYHCRPIPAGYSKVKVELVEGAYEDLELDYPGGDGGTSSSLGDKRRLVHHLLRLRHLLLRILHRLLLMLRQHRLHLR
LQHRLLLRILHRLLLVLLHLLPRKLLFQHLKSRAPQLHRLPTQGQRRRRKLTPPRTRTREVKRQFKPRSPEKKIPIDPSV
RNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIKPLVTDRCRMEIQRARRRRVFDTGFIDPRKVNVA
MLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVR
GKWRERLRRKFKFPCTKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDP
KGEFYYDGNTIHRSLASELAASTTTSKS*                                                   
>Osat_LOC_Os01g28420                                                            
MERDVEGNQEGHMERDVEGNQEEEASGSQPSAGQKRARRQRGAAKKLEGEQGQAMMERNKENAAKKKYHHHLGSGGYSVA
MPKWEEMEASLLERGIEPVTANWPEQSKFWYYAHGGTLNPADGSLTPEHLGRTRGKGVIPWKIGFKEDIHTYRSRMRSKR
DTEAKIADLEFRVSSYELGMQEEVARKVDERMAAYQSHDPQPTIPPAMVGSQSMDAMQTQDETTCPVDDITQRTPCELHI
PFKNLSIKVASGMAILTDPSSTYHYRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRKRATKKAKV
DAAKNKDPGYDCTQEELDAYVASEVRRQLKPRSPEKNIPIDPSVKNFFRGMSAPAKEAIKLSDYERTFKKASSRKSKPVP
QLGEQPNQEIEPLVTGEDFEIQDFINDTGLTTDQLLRDAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMS
ATGREMIRARIRDTDFLQGDDILWINFKGIYEIYQLDALDVSIMSYWILMEIQRARRRGFSILDSSTLEKFHWVLLLFDL
EACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCDYYVCEYCHCLAHQIITT
RELDFIRMRDNLITHKEFIAAVQEQLMGFINE*                                               
>Osat_LOC_Os01g29710                                                            
MAPQRHAAAAVATPPPPPPRRRANRRPDAATPPLTNENENDRTNESEMNTSTCFLYQQMADRDEEQILYDTIAEGSSQYW
NEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASDSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRP
SAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQF
QSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEAS
LIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPG
RTRGKWVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSP
SGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYII
LPGRQAASRAPSPPAPPSPPQDPTPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPA
HTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKETIKLSDYERTLKK
ASSGKSKLVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMY
KFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRK
VNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEAYTVNVYDSMDKKESTFDKVFELIDRAWYRFR
HLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAIQEQLMGFINEE
ILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                               
>Osat_LOC_Os01g32100                                                            
MAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDKFVAYKTGEQGQAMMGRNKENTAKKKYHHHLGSGGYSVAMPKSR
MRSKRDTEAKIVDLEFRVSSYELSMQEEVARKVDECMAAHRSHDPQPTMPPAMVASSMAIPTDPSGTYHCRPIPAGYSKV
EGAYEDLELDYPGGDGETHLRDTSHAIILWRKRYIILPRRQAASRAPSPPAPPSPPQAPAPSPPHAPAPSPPQAPAPTPP
QAPTPTPQAPLPAPSKSRAPQAPPPAPTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVRRQFKPRSLEKKIPIDPSV
RNFFRGMSAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGEDFGIQDFINDTGLTTDQLLRDAPIEKA
EVKYMYELGKLLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIM
SCWILMEIQRARRRGVFDTGFIDPRKVNVAMLDQYPQATKDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEAYTVNV
YDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDEFI
TAVQEQLMGFINGQILDPKGEFYYDRNTIHRSLASEIATTTTLKS*                                  
>Osat_LOC_Os01g32230                                                            
MDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQDVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIWFGPKQPGNDIDVYLRPLVEDLKQLWKKEANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDL
KVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDERHAIDVMHLTKNLCVNLLGILGVYGKSKDTLEARNDLKHM
EQRGDLHPKPKEKGSHYLSPASYTLSKAEKESMFECLESINVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVV
IRGILPDNVRATITKLCAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIVPPSFFNIMTHLLCHLVKEIRILGPMYLHN
MFPFERYMGVLKKYVRNRARPKASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAITTVDNNLFRK
AHFTVLQHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEI
NGYTFYTRAQDMKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLN
KVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKCQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLS



NEDTPYSRSDHKEGTIMADRDEEQILYDTIAEGSSQYWNKEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEE
ASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEATKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFV
PDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQG
QAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIR
EAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIDTYRSRMRSKRDTEAKIADLEFRV
SSYELNMQEEVTRKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVE
LVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPRRQTASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPAS
TPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPR
SLEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSRKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTT
DQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYE
LYQLDALDVSIMSCWILMEIQRARRRRVFNTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVL
LLFDLEACTVNVYDSMDKKESTFDNVFELIDRAWYRFRHLCAKQKQGTNFCGYYVCEYCHYLADQIITTRELDFIRMRDN
LTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                         
>Osat_LOC_Os01g33190                                                            
MDRQWIYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGKEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNNCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSN
KGYKACTHCMHETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHHTKPKHRSGKTVFAMVKDLKVVFGKGPG
SQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRDDLHPE
PKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISMKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNV
RATITKLCAFMNTISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMG
VLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIDDFRPIGVPESRHEGRLRGKGTLGRKAITTVDNNLFRKAHFTVLQHS
SLVAPYIEEHLALVRARNIVKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRA
QDMKSTNQNSAVRVDAMGHDGATAMYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPF
VLANDVTQVFFVKDMSSKGKKGRGTDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRS
DHKEGTIVRRKGFLKVLNHMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQ
EEEASGSQPSIGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWQRTRARGYHE
SFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTG
GYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRD
RDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEMARKVDERMAAHR
SHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPARYSKVEVELVEGAYEDLELDYPGGDGGTSSS
LGDKRRLVHHLLRLRHLLLRILHRLLLMLRQHRLHLRLQHRLLLRILHRLLLVLLHLLPCKLLFRHLQSQGPPQLHRLPT
QGQRRRRKLTPPRTRTREKKIPIDPSARNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGK
EMTIEQFITDTGLTTDQLLGVAPIEKVEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYTEMSATGREMIGARIRDTDFL
QGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYK
TFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTN
LCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLI*                                
>Osat_LOC_Os01g33520                                                            
MTKNNIRANKPGTQVCSQVAYWKFIQTLDKDQLQAIDDLGFGGLTKMNGVQIRRILCKQIAREYDEHTGAFNINGTMHEI
TIEDVDHILGVPSEGVELVEVPQAIQADVDDPKEKEKNEALQATKAALFALYKDKRETKITLSALRDSLNLNKSCDDHFK
RQFVLYTIGLILCPTTERFVHSDYLNLLINIADIKRTNWASLTLNHLKRSIVSFQHDKVNLKGNQILLLVAVISIQVMVY
ACMEKFRVSHIHPSIDYTGRDRPLIQYWDVKKARKREKILYGVGQIVNDIKLPIEATKEYTTKDHSGTDANQPSNMDNTK
AQTTDMVDVQLQLKTMNEHLIILRKEIQAKKKKDTSNSPIAKRVQTTGRARTSTVQLNTDFVYPENPKNKQKATPAPPPN
TFRRHALHKCFKNFVTQHFIFVIEINWVVIAEFTCTEEDEFLIDYINTSPPDRVLIIDTYIMYLEHKYLEESQARRRVYM
MKTFITGKISIDCVHEISKRQLEKGYISRITNQIAQNEQIFIPINRNKNHWYLAVVHVKQRQIQLLDSSPSTGLSFYRSS
CGLFMLKCMEHWNGSKLTTKFKQGDIDIFRRKLAAILVGSTSNDNTDIPTYNK*                          
>Osat_LOC_Os01g33630                                                            
MPPPPRPHNATPPPPLPRRRANRRPDAATPPLTNENENDRTKESENEHVNVRCRDNVNENENDRTNESENENDRTKTSEN
EGTNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKR
ARGQRGAAKKLEGRHIITEVEEDGRPSAPAEATKNYRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTL
KKMAEQFQSFKGDLYQKYILKRQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPK
WEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFSYQIQEAARRLTDAVEASSQGMFRPDRDRDELTLAL
QTPEHPGRTRGKGVIPWKICFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTI
PPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIP
AGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPEPSPPHAPPA
PSPPQAPASTPPQDPAPTPPHAPPAPSPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVA
SEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIE
QFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDI
LWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILL
PYNPEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYY



VCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS
*                                                                               
>Osat_LOC_Os01g34360                                                            
MYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGRGMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWI
LMEIQRARRRGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNIEFHWVLLLFDLEACTVNVYDSM
DKKESTFDKVFKLIDRAWYRFRLLVRGKWRERLRRKFKFPFIRMRDNLITHKEFIAAVQEQLMGFINEQILDPKGEFYYD
GNTIHGSLASEVATTTTSKS*                                                           
>Osat_LOC_Os01g35254                                                            
MPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLRDAVEASSQGTFRPDRDRDELT
LALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQ
PTIPPAMVSPSGNRSSCASTGQAASGMAIPTDPSGTYHCRPITAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHA
IILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPAPTPPQDPAPTPPRAPTPTPPQAPLPAPSK
SRAPPAPPLAHTRAMKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSAPVKEAIK
LSDYERTLKKASSGKSKPVPQLGEQPNQELVTGEDMTIEEFIIDTGLTTDQLLGVEPIEKAELKYMYELGKPLVKPELVQ
SLPTQMYKFHQLYMEMSATGREMIGASIRDPDFLQGDDILWINFKGIYEVYQLDALDVSIMSCWILMEIRRARRRRVFDT
GFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELID
RAWYRFCHLVRGNWRERLRRRFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITRRELDFIRMRDNLTTHKEFIAAVQEQL
MGFINEEILDHKGEVPHWTIMDETSIFGRDKEKNWVISKLTESSIQQNIKIVSVIGLGGSGKTTLAKLVFNDGNTIKQHF
ELILWVHVSREFDVEKLVEKLYEAIAGDKPNHLPLQRVSRTISDKLAGKKFLVVMDDVWTEDHAHWEQFMVHLKSGAPGS
SILLTARSRKVAEAVDSTYTFDMPFLSEDNSQKVFEQNLGSAAIGLDPEFLQIGTEIMKKCSGVPLAIKVLAGVLRGMKG
IEEWQSIRDSNLLDVEDEERKIFACLLLSYIHLPHHLKRCFLHCSIFPRGYVIKRRHLISQWIAHGFIPTNQAQQPEDVG
IGYFDSLLKVGFLQDQEQDHSDEVTCKMHDLIHDLSRKILQDEFVSGIETIDQTKKCRYLSLTSCSGKVDRKLYDKVRAF
YVSRCKLASDRTMNKQRCIRTVILKYMNIDSLHLFVSNFEYMGYLEISNVNCEALPDAISHCWNLKALHVIKCTRLANLP
ESIGKLKKLRTLELNVAWNVKSLPQSIGDCDSLGSLYLENCGIKDMPNSIEKLENLRVLSFVYCTDLQQLLPSEPYGKLR
NLQTITLTFCTAFKHLPQCITLLGHLQYVDLSCCTELRELPEGIGALKKLEVLNLERCRRLCGLPAGCGQLIRLQQLGLF
VIGDRTKHARISELEKLDKLNGELQIKNIKHVKDPFDAEMVHLKRKNGIRKLSLDWSSRWEFGASHMEEKLSVEERTEEE
LSIIY*                                                                          
>Osat_LOC_Os01g37430                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEE
RVNKVLADMNIPRVTTPAVQPTPRVQHDASPSQHRSSCPSTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVA
EGMAFKPSVTDKVHGADLLAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELT
PPKSKLSIEAPRGPALSVPHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSM
PVSKSGKVVRAPAQFELGMPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLF
DLFRIRKLDTGLLKCYSLLCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWIL
LVIVPKWSRVTYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLR
EVKDFDPEVVANGE*                                                                 
>Osat_LOC_Os01g38790                                                            
MTIEQFITDTGLTTDQLLGVAPIKKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQ
GDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKT
FILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRWKFKFLCAKQKQGTNL
CGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLTSELAASTT
TSKS*                                                                           
>Osat_LOC_Os01g46330                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYKDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSAPVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFTHIYELYQLDAVDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGTWRERLRRKFKFP
CAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRS
LASELAASTTTSKS*                                                                 
>Osat_LOC_Os01g46554                                                            
MPTPRRRRRRHAAAAFAARARNAAAATPRHATAATPRRRRHGPTTPRRRANRRPDAATPPLTNENENDRTNESENEHVNV
RCRDNVNENENDRTNESENENDRTKTSENEGTNVNENKRTNVNENERTNVNELGNMADRDEKQILYDTIAEGSSQYWNEE
EGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAP



AEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSF
KGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMEKNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIE
RGIKPATANWPKRSKFWYYAHGGTLNPADGSLVFGYQIQEVARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTR
GKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGN
RSSCASTGQVGSQSMDAMQTQDESTCPVDDIIQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVEL
VEGAYEDLELDFPAGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPHDPAPSPPHAPPAPSPPQAPAST
PPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRS
PEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTD
QLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYEL
YQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKVQHYKTFILLPYNTEFHWVLL
LIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQ
IITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*          
>Osat_LOC_Os01g53630                                                            
MAMSDGAIPLGCKRAMAAKSQPAEAAELVGSSSPAVTPPPPPTETRASDDGDSEGDDEAATDFERITDHQLQESIKRTRH
SLGLCARLRDGGVKFLRRIRRMEKELDRRRAAGLRKGVITWRPTVKSPSQDDSHAFKDGDKLNWVNTSSKHHQNVPITPT
TNYGQAEDSAFFKELSYFGREKHASLKKVEQSSRTTVSHQPKNHAVCPKRADDKQLHMDNKIIVNKRKLGSKSCLRKRPK
NNSFDSNGMYDKLHTKDVTLGRSTKRWEHTKNHITEFRGLFDSKERNKKKDVVLLDDEDMEPAKSINVEMAHKWTDLETF
ELICSDIECLEPEEYLKSPVINFYMQYLRKSRTCGDLYIFNTYFYSKLEEVLSRMGDHDDSQFSKLRRWWKHIDIFRQPY
IILPIHGDFLIAEWQHLQNDSSYTIPFSGRIWNHLSKNINKEKVQVPSQRNKYDCGIFMLHYIERFIQEAPERLTRENLC
MFGRKWFDPKETSGLRDRIRALMFDAFESARMDDESSQSESHSDDQSGDEDKDRDGVMVVVID*                
>Osat_LOC_Os01g57670                                                            
MGEAELDVEGNDGADELGQILRDLQEDCESEKEVQKLERMLADHRTALYPGCEKGYKKLSTILEFLQWKAKNGVSDQAFG
ELLKLVKNILPEGNELPESTYEAKKTVCPLSLEVQKIHACPNDCILYRGEYENLEACPVCKALRYKIRRDDPGEVDGQPL
KKRIPAKVMWYFPIIPRLKRFFRNKSHARMMQQYEKQTEDNIVHFLVQQHYKRFILLPYNTSFHWVLLFDLEKSKVHVYD
SMDKPEKTFAKIFEVIDRAWIRFRTLVRGIWNEKLTRRFNFPCAKQEKGTNLCGYYVCHYMHCLAHQIRTGQDLEEELAT
RIVLMHSPWYNSNNYHYMEGEMMRVQFERWLVDTKVDLVLAAHVHSYERSRRFANINYDIVKMSTAAEAAHEVGGIENG*
>Osat_LOC_Os01g61110                                                            
MPRVDKRKKAAKAVVISSDESHYDDSESSENFFDGVSKYTDSSSDDNMEKLLLKIFKKQIAKKMKKKFISSSSDVFRKHK
AKKAKGVVKSDGSFSRFSAKYFRRVVSSLSPHQMFVIEKYGFKNLLLFDSGGVPKKFAAWISSKVDLKTSEIILKDRVIP
ITVESFRDILGLPFGGLSFGKDLNLLSSYDWCKFVYDWCMNRIKKFQKSKNLGGCLYYWAVSYLDTVDFGERNVPIGFPR
MSVWKEGMIKRYSDFDKMDDDTFGLRPPRVICSTSNSQLHLEKHYLIMQLLNYVIGEALPNYLKDMISAMESVHAEVHNS
TDHIDVGDVHVLDANAHNQFASGAVQNEQQTSPCCNHDVDSYVPLENDLPDNVPLAGNFDNAGDFNCASGYLPSMNTGNA
STSVVNDGIAESFGDGQALVTPDVGCAKNFKNSSDERFSASAIATAAAAVKHVAIKFKSRLPQFNGSENVDRAVDMFKPS
YKNLFPQDNAGISFHSVEDTPEELIQIKHNHEGTARTPNSGIIKKRVFEDLVNSPDLIIVGESKFHDRCNNMTAQSDLIY
NASILPTSTAHHASSLGGKIPPHGPRRVLAPAKYTSDPFVQLHRHFPISDVENRYYIAVCRLADSSKWHSYDAVNIDNVK
ANFYTFGHSLKKSGHEQLVVDPSFADAEKVQKSFEGAAKARRLDLCDMLFFPIHYQQHWFLFIVDVKDRMFVFVDSKHEE
HSEFYENLKTFVVDNFQNLWNKFVGSSLDFSVFKTVFPPVPRQDYESDSGVFVMKFMEIWSPRILLPNEFSKQNINNIRV
KYVNQIFFHAKNKMLHTEIEDAVLNWFNPEKFARQ*                                            
>Osat_LOC_Os01g63040                                                            
MDPLSTTCVPEAEVIDLESAECRSGATMAKSMGHSSGFHPKQQGHRKISLSPQSKRLFHSGLHTGPCYEEVYTALLHREA
LKVSGTRGSLNKTAARVVSRCQPKCVVNIIKEFDDRKKELIGEVGFDGLLDIKLTKVNRQFGAWLLSKVDPKSCAIVKDV
NQELPFGPNDVNAVFGLPCSGQPIIPCSQDELDGKKQILCEIFEIPNFSHLKISLLERILKKQYGYPMTIDEKRVFMAAF
VLYVTTKLLAPQSCANFISPRYIMAVSDVDNIKQYNWSQFVVDEVKKAAESMPTCFPNKAQLSINGCIIFLMVKYLRNLQ
FRKVGITCVKTCHISQFEDDQIARMIQQDVVSKHNPGFPFPRYGKLQLMKEPRENNPHVPELSPLNLCSGSKIPSRAIDG
GKNLIKFLESHFSSLDVRGTVGSQAYEELKSYVQDGFDRIDEILPTISDFVDISTMQTAIHASNLFKRAFKTNITTAVKI
AIRAAVTKVIDTIEDIQGPLHPWGDTTAMGYHTPTNYSTHATKDASQLDQPTDTQQYDHKIGGLQCTPPKSNGAPEFGSD
GQKKRKYTVENPPSHLLKHKSKRVVKPNRKLMSPFMSKQCSTERLESRIADDLYSYIMSISDDASLEKTWLQSSHPFIIS
LTLRNIQETIKIGSQMDSDSLNLAIRIMFQQEVERFHNTNYLGWRHFINQDFGMYALAGEEFWEASHQLAHFSGPEVVYD
VSESHLILIPVHLFNHYVLYVFNMESKKLSVLDSLNTEDPLGESRFTRHDKIKIMVSQCVMECMRLASPGWNMDILNWDF
ETVENIPEQQNGDDCGFYVFNYMVNYDGRRLLNPITEDPYYLRRQFLIHLLTLRDNEAILPEYVVDRLRQIKDN*     
>Osat_LOC_Os01g63320                                                            
MEIQRARRRGVFDTGFIDARKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMD
KKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKKGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNL
TTHKEFITAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASELATTITSKS*                           
>Osat_LOC_Os01g63530                                                            
MPPPPRPHNATPPPPSPRRHANRRPDAATPPLTNENENDRTNESENEHVNMADRDEEQILYDTIAEGSSQYWNEEEGNED
PNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAK
NYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVLDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLY
QKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEP
ATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALSRMRSKRDTEAKIAD
LEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYS
KVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPP



QAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQ
FKPRSPEKKIPIDPSVRNFFRGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFYQLYMEMSATGREMIGARIRDTD
FLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQH
YKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQG
TNLCGYYVCEYCHCLADQIITTREPDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAA
STTTSKS*                                                                        
>Osat_LOC_Os01g64150                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGEQGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGS
LVFGYQIQEAARQLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAK
IADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDI
TQRTPCELHIPLKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILW
RRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPP
APPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYE
RTLKKASSGKSKPVAQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSL
PTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDISIMSCWILMEIQRARRRRVFDTGF
IDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRA
WYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMG
FINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKP*                                          
>Osat_LOC_Os01g64220                                                            
MGNPNDIEDLFGDSISSESESSPNDDEFCDNEDSESSYVGISMDELLNSLKRKLSKKKNTDEGTSNRKKTKTVDVDFKNK
LDSALLEIYRDNVLNRMKRKLYYHKNKKNPMKSAATLDTKLTRFSVKYFSHVLTSLSEHQREIISKTCFKTLLLFEKCPV
PYKFALWVAQRVDVTSCDIIVRDKVIPLSKESVHIVLGLPIGGLPISSDFEVGKQILLDSFGLSSLPSVKYFGEKLIKNE
TMSDEQILMCFMIVSLNCFLCPNSSLQPSTKYLSVFEDLSCIDNLDWSSLVFDWLMKHLSKLDKSKTFGGCFYCLVVNYL
DFLNFGMRLVPKDVPRIKVWKGSMIKIFSKFDKISKGVYGKRPVKDFSECCYKMINDLLIQHFGPDENCIDERAKNLLVD
VFVLLSNSKPIVPENTNVNLNEDDKSKFNDDSSMVKDQNTCNDNAIGNEKTPMKISSSPKDKIAVVDGIMKKLSKPDDDF
PNEKKHLKTQVTPKHQDNSNIIPKDLSQDFDDNSQSQLKNSTNEDKLVMITLEDTDTEILTQHNEKENLNIEQLQKKINT
FVVKPDKKLKMSTGSPERILLCNVDKSVGQCSTSQKPKHDLRRILQPARYYTDPYSPERHSFPVTQYDRQVYNAVCKISK
SNFQDKVAVDIDGVHCKFYTFGDSFKPSGELSNFVACVFCRYMFRSCHPSKSKKHYFFSSIGDDLLKDRSMTNFSAVKKC
FDGASLARPVHTCDLLFFPIVKSCHWVVFVIDLKFERFVFLDSLYDEESFYHAELRPKLALLSYMKILNEHGRTCRTIWW
SFSSVLAGR*                                                                      
>Osat_LOC_Os01g66870                                                            
MASAGGHGDDGDSGRRPPADPALGSNHKDEVEAAANQRRVEDDGGEFYSLRSWGELVRRWLRRDDGDDDDDSFFAMPAWR
GCAPATATAATRRRARDRGDDDSSFALAAWRRCTLATPTSTAATTRRARARGVMGVPVTAPASTVRSDASTSKSEPTSTV
RDDASASASSTDSAPKSASLLRHDASGTYSAPKSASPNAPVLPFTAASDAATAFKSMPPDAYAAIHALILACSKTSDSAS
ASPPMPPEAYAALHSLMLACSKASNTASASAPPMPPEAYAALHALVLACSKASDTASASPPPPPDAHALAFTDLLSSSTR
LATSLTNSQVSLAAPADHLAHSMSILAEKIVEGSNGLEEAAANVKNAASTLLVAADNPKASEELAGESRDLAARILQLIH
DVEDQAREDAAGAKFTDQDVLPGCEQCADRSCLCPWLFGSCTSPSGGCSTSQPRRAVDEKQETLRDKWTTFFTFSMPASL
AVLPLLEKHISQGYSALLGYSYGAIFFSAAAGAFFLEILHPQNTTDRVPRRLREGCGREMNRQWMYADRRSKEFIDGVHY
FLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQYVGFEG
NQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHKKLDTTLELLQWKAKNRVSDKA
FGDLLKLIKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVDG
QLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNIDRKFKEFGKDARNIRFGPKQP
GNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHC
RKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFW
ELPYWEFLDVHHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEK
ESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKICAFMNAISQKVIDP
DRLEALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASIAKGYG
TEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAITTVDNNLFRKAHFTVLQHSSLVAPYIDEHLALVRARNIAQ
DMKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPFV
LANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRSD
HKEGTIMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVKRDAEGNQQGHVERDVEGNQEEEASGSQPSVGQ
KRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWT
TMLETFTLPASTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKEN
AAKKKYHHHLGSGGYSVAMPKWKQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPVDGSLVFGYQIQEAARRLTDAV
EASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEE
VARKVDERMAAHRSHDPQPTIPPAMVGPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIK
VASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPS
PPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAA
KNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLG
EQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATG



REMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQET
EDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRR
KFKFLCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGN
TIHRSLASELAASTTTSKS*                                                            
>Osat_LOC_Os01g69820                                                            
MLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGELYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKKNA
AKKKYHHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVE
ASSQGMFRPDRDRDELTLALQTPEHPGRTRGKGVISWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFQVSSYELSMQEEV
ARKVDERMAAHRSHDPQPTIPPAMVSPSGNHSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPYKNLSIKV
PSGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSSTDSSSGSCTDSSSGSYTYSSASSSSGTSKSR
APPAPPLAHTRATKKAKVDAAKNKDPGYDCTQQELDAYVASEVKRQFKPRSPENKIPIDPSVRNFFRGMSASVKEAIKLS
DYERTLKKASSEKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKTEVKYMYELGKPLVKPKLL
QSLPTQMYKFHQLYMEMSGTGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRKVFD
TGFIDPQRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELI
DRAWYQFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIHMRDNLTTHKEFIAAVQEQ
LMGFINEEILNPKGEFYYDGNTIHRSLASELAASTTTTSKS*                                      
>Osat_LOC_Os01g70030                                                            
MTYRLSNYFLCEQMADRDEEQILYDTITEGSNQYWNEEEGNEDPNQYLNEEGNVESDAEGNQEGNVERDVERNQEEEASG
SQPSAGQKRARGQRGAVNKLEGRHIITEVDEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGEHESFVPDS
EKEMLWTTMLETFTLPAGTEDKVKRWTLKEMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFIAYKTGDYSIAM
PKWEEMEASLLERGIEPATAKWPNRSKFWYYAHGGTLNPADGSLVFSDQIREAARRLTDAVKAFSQGTFRPDREKDELSL
ALQTPEHPGRTRGKGMIPWKIGFKDIHTYRSRMRSKRDTEAKIADLEYRVSSYELSMQEEVARKVDERMAAHRSHDPQPT
IPPAMVSHSGNHSNCASTGQVASGMAIPTNPSGTYHCRPILAGYSKVEVELVEGAYEDLELDYPGGDAPSPPQAPAPTPP
QAPSPTPPQAPTPTPPQAPRPAPSKSKAPQAPAPAPTRATKKAKLDATKNKDPGYDCTQEELDAYVASEVRRQLKPRSPE
KKIPIDPSARNFFRGMSAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGEDFGIQEFINDTGITTDQL
LRGAPIKKPEQLQSLPTQMYKFHQLYMEMSATGREMIGGRIRDTDFLQGDGILWINFKGIYELYQLDALDVYIMSCWILM
EIQRARRWGVFNTGFIDPRKVNVTMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDK
KESTFDKVFELIDRAWYRFCHLVRGKWRERLRRKFNFPFIPMRDNLITHKEFIAAVQEQLMGFINEQILDPKGEFYYDGN
TIHRSLASEITTTTTSKS*                                                             
>Osat_LOC_Os01g71840                                                            
MVNTEGTEEQRKAEEDAALQAGKKESVAGESSFFTKGMMGLRSGIGPSEIKLEVMPNEVRLEGTKNYLSWSRRARLMLRA
KGVEHYLEETCVEPIDKSSVEWKMWNATNSTVVAWLMTSVSPSIARMIEAIQNATIIWKTLSNMYSGEGNVMMMVEAQDK
VDNLKQEGRTVQEYASELQHLWADLDHYNPLQLKHDDDIVIGNKWLQRRRVIHFLKGLNKEFEDRRAAMFHQATLPNMEE
AISAMVQEEMRQKVMKGSNPVRSAYITINDRECYNCGLKGHVSYNCPSPRNNNGRGVARGGARGGYGGFNGSRGGYGGYV
GDRGGRGGERGGRGGSRGRGLGGPRANVVMGESSSITLTGEQAAQWEEWQKNKGPVDSNQQNSAKATTSHFGNFANYAHT
GEGTQAHALASTYRHHVDWIIDSGASKHVTGLPNNFSSYSPIAPSETIQIADGSSQLIHGIGSVECTPSISLSSVLHVPS
FLVNLLSVSSIIDQFKCIVIFDENSCLFQEKGTGRRIGTGVRRNGLWYINQEEMGLAVVVGDTEKEIILLHCQLGHPSFE
SLSKLYPDLFTKVDKSRLVCDACEFGKHTRSTYAGIGLRSCEPFILIHSDVWGPCPVTSVSGFKWFVTFIDCYTRMTWIY
MLRHKNEVLRCFQDFHKLVTNQFDARVRIIRIDNGTEYINSEFVSYVSDHGIIHQTTCPGAPPQNGVAERKNRHLLEVAR
SLMFQMNVPKYLWSEAVMTAAYLINRMPSRILGMKSPAELLLGKREFKVPPKVFGCVCFVRDHRPFVGKLDPHAVKCVFV
GYASNQKGYKCWDPIGKRLFVSMDVTFREFEPYYRSRGDLDQFLEEFSTVIEIDSRVGEIVEVDAHKQGDEDVVIGSIPS
FVGDTIEKVVDIGEKVVDISCDKDEGVVVGTIPCPLERVEVQQTEMRVYQRRNKNQVDKVTGKEQVHQRSQIQNQGERSG
EPMQEQDKESQQLQQFEYPVPDSSSSLSPTSSSLLETSGNISPTFEQVELPLAQRRETRSNAGRPPIRLGFEHLSSRHDI
ANYISYSHISPAYKAFIASLQIVPIPKDWRCAKQDPRWKDAMKEELRALEKNKTWELVKLPMGKRAVGCKWVFTVKQTPE
GKVDRYKARLVAKGYSQTYGIDYDETFAPVAKMSTMSRMLFYMVIYKRRFRRVLCNMGYSQCNGDHTVFYRHRGTHITIL
AVYVDDIVITGDDVEEIKCLKQRLGEAFEVKDLGPLRYFLGIEVARSSKGIVLSQRKYVLDLLTETGMLGCRTSATPIDR
NHQLSAQSGDPVDRETYQRLVGRLIYLCHTRPDISYAVSVVSRYMHDPRTTHLEVVHRILRYLKGTPGKGLWFRKNQHLD
VEGYCDADWASSVDDRRSTSGYCVFVGGNVVCWRSKKQAVVARSTAEAEYRAMALSLSEMLWVKNLLLELRLFRNNTVVL
HCDNKSAINIANNPVQHDRTKHIEIDRFFIKEKIDSGALRLQYIKSSEQLADCLTKGLGPSERDECMITDYAITKISNMY
SSLTEDKLISSFFTCDDSPSESSIGSPLKLCQICEATKANRRTQKKGDFFNPRCNSYLKPTVERTYIDLARITYYKLESL
HTNARVVFQNVVNFASESACFTTLSTCILFQAQCFLSEDEGGSGPFRKPLCIALQAPGLSQYGPTGEEAAHETDSNKAQK
STCRSDLLTGEMPRVQTSRLGKNPIEVDSDGGEDFHVDYEVGNDVDEGPEHGEIDGLLSVVLRKMIVQEVKKNLVDTSSV
NFHNPIDKKSKVHSKTEPSYSRFSTKYFSTVLSSLSPDQKRIIGDYGFNSLLMFDNAYVPNKFASWIANHVDVKSSQIVL
KDKVIAINKECVHHILGLPIGGMEFPTDCDAGKSFILSKFGKSALPSVRFFGDMFIRKETLSDDEVITSFLIVAMACFLC
PNSSLVPSTKYLTVFENVDELRSYDWSKFVYEWMMTSIKKIQKFNTLGGCWFLWAVLYLDYVEFGDKNVPIGFPRISHWK
NNMITLYSDLDKVDEENFGLRPIKDFNDTTYFKVVPPENRINTFRDKLESAIGTMLPAFIKEKIYSMVVSHCSANHIVDS
ESCEDIAISIMLLLCEHAGSRDGGDPDENLIFDDINPGFQPNYAIDVENEIPCDAHNNGSTNKSVASKANETSFRHTPSH
DKELGVNDDSVIVSKSAVRFSLSPNFKKDQGLLTPEVGYANNSNSRFEHSRSASGPTVSAVAAVRNVANKIKSRLSQLNN
DDKRGPLFPDLIDSCEDEAVGYAKSLSCQKEYLNPRYVTSSSSQPGISFHCLDNSPVQVIGINNNEGTSRTHCIQNVKKR
RFDDVTNSPDVEYLGHSTFPDCCKVLCTQTDNLYNAKNMLKSNNLDLSSTGGKLPPHGPRRVLVPSRKFSDPYVLSVRRR
FPVSDKEKRHYNAICKLSESSKWHSYDAVDIDNVRAKFSSFGQSLMKGGTVLSYVINVFCRVLFNNNHPSNSKRHYFFSS
IGELLLTDLSCADLSKVKRSFLGAASARKLHLSDMLFFPIEHLEHWFLFVVDIKDRMLVLLDSLHEKGDPYFEDIECLLI



NNLQTFWDSYDGSSIDFTTLKKVYPCVPKQRSCFDSGIFVMKCMELWSPRVVLPNEFSSDDIDNIRMLYANQLFFHPTNK
MLQTEVEEVVLNWFNPDQFAGEG*                                                        
>Osat_LOC_Os01g74210                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPNSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMSKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQLTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVKGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIRA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKS*                                                                  
>Osat_LOC_Os02g06830                                                            
MRKGEKRGRERERRRRLMWQPDMWGPRGSHAEPAATWDKIGVKTTEGPIVTGFFNRHEMDGSTRWAGKIANSRMNQECHK
HTSLNLSDPNPSIFTRSEKKFPVGEETQAEAEAETPLSTIFSPPAENLLSAPGTAQFQSTCTFKISDYGKLKIIRHELSL
MRVSSSKTKMPLICKRKMPRRTIDISSEESEGNSINSESDTCTGSDEDYHIDEVLEALNISGFDNMLHELYSKKGIKKKG
AHNETKLDKMLYALFKKDVIQKMKKELVSTSKNVRHKPKIHKGKAASKTDTSFIRFSAKYFAEVVSKLPEEKKIVIKNFG
FHSLLLFDSSFIPKKIATWIVKKVDLKTSEIVLGDKVIPVNKEAVHAILDLPIGGSEFGKNYEHGRQFILSKFGKTVMPS
VNFFGDQLINNEDMTDDSIIISFLIVALATFLCPNSSTCPSIKYLDIFEDVDMLHSFDWSSFVYDWLMSYVKKFQKTNSF
GGCLYIWAILYLDHRDFGSKNVPKDVPRIAVWKQDMVKIYSDLDEIDDENYGPRPLKDFSDTCYYKPVHVQNSESFRNKL
DTAIGDNLPANLKDSISDLMDSHFSANHAAKNNSCEDVLISALQILIDASASHFVRAAYNNASAENRTNTPTENAIPKSC
GKDYPSSDRNADIDIDANLDQGHGEHLTNDLADNNVIDAPNIVHSDGSLNCCCEGQAFCTPGTVCPPNSKSCGSESIKEP
PALLTKIAMEFKSRLAEFNNRDNRGHIYDEDKLAFDIFHEYNIGENVCTPDTLKSHTHGKENEAPANPATFAGPDYMTPP
LGTRTRLNNNTYRRHANLNPSQIGMKRTFQDLTNSPNDICNTTKQLTNSSHASIPCINNSGLSSSGGKVPLYGPRRIIHP
AKHRSDPFVCPRRRFVVSDNAHRYYNAICSLSDSEYQDEDAVNIDNVRISFCNFGNSLKKGGDVNGFVISAFCQSLFHKN
HPSKSKKNYFFPSIGDMLISHLNSKELAKIEKSFQGAAMLFFPICYLEHWFLFVVDIKDRMLVFLDSLHEKDDPYFDPIM
DLMISNLQNA*MRKGEKRGRERERRRRLMWQPDMWGPRGSHAEPAATWDKIGVKTTEGPIVTGFFNRHEMDGSTRWAGKI
ANSRMNQECHKHTSLNLSDPNPSIFTRSEKKFPVGEETQAEAEAETPLSTIFSPPAENLLSAPGTAQFQSTCTFKISDYG
KLKIIRHELSLMRVSSSKTKMPLICKRKMPRRTIDISSEESEGNSINSESDTCTGSDEDYHIDEVLEALNISGFDNMLHE
LYSKKGIKKKGAHNETKLDKMLYALFKKDVIQKMKKELVSTSKNVRHKPKIHKGKAASKTDTSFIRFSAKYFAEVVSKLP
EEKKIVIKNFGFHSLLLFDSSFIPKKIATWIVKKVDLKTSEIVLGDKVIPVNKEAVHAILDLPIGGSEFGKNYEHGRQFI
LSKFGKTVMPSVNFFGDQLINNEDMTDDSIIISFLIVALATFLCPNSSTCPSIKYLDIFEDVDMLHSFDWSSFVYDWLMS
YVKKFQKTNSFGGCLYIWAILYLDHRDFGSKNVPKDVPRIAVWKQDMVKIYSDLDEIDDENYGPRPLKDFSDTCYYKPVH
VQNSESFRNKLDTAIGDNLPANLKDSISDLMDSHFSANHAAKNNSCEDVLISALQILIDASASHFVRAAYNNASAENRTN
TPTENAIPKSCGKDYPSSDRNADIDIDANLDQGHGEHLTNDLADNNVIDAPNIVHSDGSLNCCCEGQAFCTPGTVCPPNS
KSCGSESIKEPPALLTKIAMEFKSRLAEFNNRDNRGHIYDEDKLAFDIFHEYNIGENVCTPDTLKSHTHGKENEAPANPA
TFAGPDYMTPPLGTRTRLNNNTYRRHANLNPSQIGMKRTFQDLTNSPNDICNTTKQLTNSSHASIPCINNSGLSSSGGKV
PLEDAVNIDNVRISFCNFGNSLKKGGDVNGFVISAFCQSLFHKNHPSKSKKNYFFPSIGDMLISHLNSKELAKIEKSFQG
AAMVRILHKCDLLFFPICYLEHWFLFVVDIKDRMLVFLDSLHEKDDPYFDPIMDLMISNLQNA*                
>Osat_LOC_Os02g07100                                                            
MPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFQPDRDRDELT
LALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDEHMAAHRSHDPQ
PTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSMKVASGMAIPTDPSGTYHCR
PIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHA
PPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDYTQEELDAY
VASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGGQPNQEIEPLVTGKEMT
IEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGD
DILWINFRGIYELYQLDTLDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFK
LLPYNTEFHWVLLLIDLEACTINVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCG
YYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTS
KS*                                                                             
>Osat_LOC_Os02g08280                                                            
MADHDEEQILYDTIAEGSSQYWNKEEGNGDPNQYLNEEGNVERDAEGNQQGHVESDVEGNQEEEASGSQPSVGQKRAHGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESSVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGELYKKYILKGQTPNFDTFPKLRDHWDEFIAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAKPKWEEMEASLIERGFEPATANWSERSKFWSRMRSKRDTEAKIADLEFRVLSYELSMQEEVARKVDER
MAAHRSHDPQPTIPPAMVSPSGNCSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPYKNLSIKVASGMAIP



TDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTISTSGSSTDSSSGSCTDSSSGSYTYSSA
SSSSSTFKVKGPPAPPPAHTRATKKAKVDAAKNKDPAYDCTQEELDTYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMS
ASVKEAIKLSDYERTLKKASSRKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFIIDTGLTTDQLLGVAPIEKAEVKYMYEL
GKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEI
QRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKE
STFDKVFELIDRAWYRFRHLIRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTH
KEFIAAVQDQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTTSKS*                            
>Osat_LOC_Os02g13250                                                            
MADSTKGTEEKGLGEQEQSLAVVVAPEPMVPPEGSSNSDVGDEDEEYSSPSDPCPSPSPKRRKKGDGEEGDKDYIPPKEG
PKGEPLAPKMARAKFSSQCGIIVRENISITVKDWDHVSDGDKEVLWKELKKIFQFPDGSDAAVRNCALQTMAKSWRGWKT
TLNKKFVKTGRTPFSTYANITPNQWNDFLTLKNWPEEIKRSQKLRGIRTKGGAVNKRGGGNEEEGATGTNGGVDTEIKEL
ENLSSSQKKGYFKPKREKDVLSTALGTLEHGGRVRETEPDYPFDDLKENTPCRLHVPIGRSGKTLEAATAIAIPGRTYNE
QFIPDAYAKVQPQVVHEGFESYDIDYPTADGVSVLGDAVDLVILWHKNDISFGLGTDATQKPVVPKPGLGKPPRPHKIKV
TDKADDPEMQKENPLPKVQPEIALPEAAMEIAPQETAMEIPVPDVPMEITVAEPESQKIFEDLSPAKDPEVPRVLRSHDS
KSKDENKEKFMVTVFRGGKERAKLRDDDPQKAAELAGPTYFATDDCPKKYEHGKALLPEWALEEAPWEMRRLHNFYMEAS
KKGLGNITARSPADCFDEEGYVWLDFSYLHAIYCRDKMDVNYVGVWCMMQYMDAKKKKEPIGFLDPTRICQTQHIVRLAP
GSDQLKGKNPKEIAEYKKGLHKEKLINVAQYIGRTFLHFQNKRVVMAAYNFNDHYICLLIHPKDGTVVVLDPLNYSHRQY
KEFLTILQYAYQYYKFKGREQTRTREKLLCHKQLRGTVLCGYYACEFLRVNGRYRTNAEDLPRLECRPSFDDTGITNVQR
DLCHFIHHECCHVKGDFFDPEGALAASDDFKDLREWNTAMP*                                      
>Osat_LOC_Os02g13490                                                            
MDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVMMCIYNLPPWLCMKRKYIMMPIIIQGPKQPCNDIDVYLRPLV
EDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKVVYMGHRRFL
AANHPVRKKGKHFEHKADHRTNPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRH
AIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKV
PSGYSTNIKRIISTKEKKFINLKSHDCHVLMTQLLPVVIRGILPDNVDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQ
HYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELVDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQ
GTNLCGYYVCEYCHCLTDQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELA
ASTTTSKS*                                                                       
>Osat_LOC_Os02g15330                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIAFKEDIHTYRSRMRSKRDTEAKIADLEFPVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHIRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTSKEMTIE
QFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDI
LWINFRGIYELYQLDALDISIMSCWILFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRER
LRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYY
DGNTIHRSLASELAASTTTSKS*                                                         
>Osat_LOC_Os02g15490                                                            
MPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELT
LALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQ
PTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPMDPYGTYHCR
PIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHA
PPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYV
ASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTI
EQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDD
ILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLGQYPQETEDNLVHLLKAQHYKTFIL
LPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGY
YVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSK
S*                                                                              
>Osat_LOC_Os02g16120                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHKRARGQRGAAKKLEGRHIITEVEEDGRP
SAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQF
QSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEAS



LIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPG
RTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSP
SGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVE
VELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAP
ASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKIKDPGYDCTQEELDAYVASEVKRQFKP
RSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLT
TDQLLGVTPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIY
ELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWV
LLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRSKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLA
DQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*        
>Osat_LOC_Os02g16240                                                            
MTAMRFKTEKEGFLFYNRYAKEKGFSVRKNYIRRDPITAAVTHRQYQCSREGHRKEVYMEAANRSREPKALTRCGCNALF
EIKLDKKKGDWFVVKYVAKHNHPLAKSDEVAFLRSHRTISNAQKANILELKEVGLRQHQVMDVMERHHSGFDATGFVSRD
LYNYFTRLRKKHILGGDAERVIKYFQWRQKHDMEFFFEYETDEAGRLKRLFWSDPQSRIDYDAFGDVVVFDSTYRVNRYN
LPFILFVGVNHHGSTVIFGCAIVADEKVATYEWILKQFLDCMYQKHPRGLITDGDNAMHRAIAAVMPDSEHRLCTWHIEQ
NMARHLRPDMLSDFRALVHAPYDHEEFERKWVEFKVKHKGCEDNQWLARMYNLRKKWATAYTKGLFFLGMKSNQRSESLN
SKLHRYLDRKMSLVLLVEYYEHCLSRMRYREADLDCKASQSIPFTSNDASLTEKDAARIFAPAVFKKLKLVIAKSMDWEV
IDCVEEDNLVKYVISMKGDSEMLQILNCTYMESTMKSINCTCRKMDRECLPCEHMVAIMHHLKLDAIPEACIVRRWTIKA
KHMFPSDRYGEVYTWSDQMERYRRLRSMGTEVFFKCSVSKETTLMVMEMLEKLDLETDECETNNSDLTLCGHVLAQSSRT
DIESHDKVIDAYIMLIKDMQCESPRENGTAFLESTAHCQAWKTNGEQIGTRNKQYQDKRAKVTAKYLQHDMIFLPLNRNS
THWYVAVLNGAKEKIQILDSMRMDKSYYDKDKDLNNTIKGIEKFIQYARLEDEVENKWKNTKITNWPFCPMKVPQQSDSW
SCGLHTLKFIQHWNGKELSPEFNEMDTTTTFKHKVAANLINSTMNEVIEVQQDIKRLVTEANEGN*              
>Osat_LOC_Os02g17110                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLTPEHPGRTRGKGVIPWKIGFKED
IHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQS
MDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPG
GDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPT
PTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNF
FRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVK
YMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCW
ILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLIHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDS
MDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRD
NLTTHKEFIAAVQEQLMGFINEEIIDPKGEFYYDGNTIHRSLASELAASTTTSKS*                        
>Osat_LOC_Os02g17160                                                            
MTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQ
GDDILWINFRGIYELYQLDALDVCIMSCWILMEIQGARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKT
FILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNL
TTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                          
>Osat_LOC_Os02g17740                                                            
MADRDEEQILYDTIAEGSNQYWNEEEGNEDPNQYLNEEGNGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGR
HIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRIRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKV
KRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYS
VAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDE
LTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHD
PQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMAIPTDPSGTYH
CRPIPAGYSKVEVELVEGAYEDLELDYPGGDGEMHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPP
HAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHIRATKKAKVDAAKNKDPGYDCTQEELDA
YVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEM
TIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQG
DDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLIHLLKAQHYKTF
ILLPYNTEFHWVFLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLC
GYYMCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTT
SKS*                                                                            
>Osat_LOC_Os02g19030                                                            
MAGERRKPLVVGDGRRIHSYSPRSTGGMGPRPHPLLFAEIRGRFYVYILKICTTFEELTKKEDPFITYINKTKDNKVMVH
IEEVKVNRKSMKVLIEPEYLNDDVMDAYIQCLRDKEKGIRGDRKAFLEQAIKTGLLNIFLPTNITETHWYLAILNAKRRE
VQILDSLAKPINEHRPELGRVRLVWPIHP*                                                  
>Osat_LOC_Os02g25560                                                            
MADRDDEQILLDAIVEGSNQYWVDEEGNEDPNQYLNKEGHEEGNQEANQKGTDSQPSAGQNSPRGKRGPAKKLEGRHIIT



EIAPDSEPVAPAGIGRKFVNHSDWVVRDNVPISIMYWRRTRSRGDEDSFLPDTEKDMLWTTMLETFTIHEANRPRCKEWT
LKKMSELFQSYKSDLYKRYIVKGLTPDFKQHKKLRDHWDVFVAYKTGAQGQAQIEKNKANAARTKYHHRLGSGRYGKAIP
KWDKLEADLIPRGTEPAMAKWPERSRNWFYAHGGSLNPVDGFLIFGDEIREVAHQLQDAVEASMQGTFRPDRERRTSSPM
HYRILSSQDERGAKASFLGNMDSKWTSTRIGVGLGAIGIPRLRSLILSTGCPPTRQGCKRRLRDRWTNAWPMDTLQYAYS
LQELSIKVASGMAIPTDPSGTYHCRPIPPGYAKDLELDIPGGDGETKLGDTAQAIILWRKKYIVFPGQEGSSAPPSPPQA
PSPPPPQSPLAPSATPSPPAPPPSPPPPCVPAAKSAPSGPRETTPRPALATKSTPSRSRPYEPMLSRPKKKAKSDEPRLP
ALKKRAYDLTPKELDEAVRAEVREQLKPQSPEKKIPIPPAVQDHFIKMAEPSKQVVVSDYDRTLRKALKAKPVAVKCRKE
VPQLGFHWVLLLFDLERSKIHVYDSMDKPEKTFAHIFEVIDRAWIRFRTLVRGIWNEKLTRMFNFPCAKQEQGTNLCGYY
VYHYMHCLAHQIRTGQDLEMIYMIDSLTHDDFIRAVQEQMMGFINEQIIDPTGEFYYDGKPIHQTGPSSSDATKS*    
>Osat_LOC_Os02g26800                                                            
MEDDEVRNEAQFEPSVQPRFDEITTEALVTEHKPVIMKDMTIACSIQRFLAVVANFDKSKISQIERIGFGRMLALPDITL
HRKLIGQIAERYDSKTETINIQGTAIPITTHDVKCIMGLPADGMIIKPKPHMNGEDYKYYSMYKQHKGKNISLHELARQI
NSAKHPDEHFLRRFVLFTIGYILCPTTKPIVSSQYLALLKDIDNIKNINWARITRDYLINCLNELKGGRRNLEGNVPLLQ
FWAWEHVHINDPMCTLTYVGRPPPLMAYWNEMNVMTWLKYDKKCILETGTVVVVIDDPEEIKGDIVPVQCEGQIDEKKID
GFMEDNTVDVIHIVPEPEEIKGDNVSEDCQGATAENNNGDFIKDDTPTNEEPDYMFKATKERTAANGFNSHGRGDDDESP
HHVYIEDDVNVPSSPENFKYPEASSPENYKDPEAHQSANFDAIMTQLMQIQQGCQFLDNKISTKLISIENTCIQNRRDIQ
AIKYRLGTTSRSRTFRKFKPAAKQEETVIDSRADCRQDLVDDSKNYDSQPNGTATSPHIIESDDNSQQNPTLQLSTIGGR
LRRPEGRIIKPTHKSQTDFIYYKKTFPKPVKSSREPKPHDLSLLDEVTLSYISKSEDKKLLSTIAGIKIFRQHLKPLILP
KQAPSKAKWLNGTVIDAYIQIIIDKQSDTPRGQGIALLETATQCQLWKINGTDKGTCNKRYRDQRSKVAASYLEHEMIFL
PLNRNSAHWYVAVLDGVNEKIQILDSLHMDRTSYDAEKTLTTTIKGIEKYLRYAKQDEHKTYKWNSTNITKWPICPMQVP
QQKDGWSCGLFTLKCIEHWNGKDLSPEYDAMASILC*                                           
>Osat_LOC_Os02g27280                                                            
MPVSQINASQTMLRLRKYPLIRYRRWKRFCSIFLGFWLKVEAYKMCTLFKKWRTDLNADFVQCNRTPDFEKPRYAKNIPK
WEEKEEQLRQAGHSRVEVEDMPSQYRGYVLQFPPEEGVDTLGTALHNLIVWLKCYIIIMSNDGAGDPASKEADFCKSAGL
KSLDNLDELQEAPIVMRFQLGQPMVLDTEIESLGTQAHWLHECYLEEAKKGVGMFGSYYTDVDFHHPSNTCFVDFKELFQ
LYQRRELAIYLLQLWSFHHWILLVINIDDSAICIYDSLRRGIDKYQTILSALNKAYKKYRRSERSYGRCMIDATEFRVFE
HKYILRQPEATYLCGFYVMRYMLYFVEDGYNHRNAEKLGLDTSEILPHVFKTLTDEFCGFIRHYVIDPTGEYNINKVPKR
VQSSAPPPRDQAATKLAPRKRKTN*                                                       
>Osat_LOC_Os02g27830                                                            
MSANYRTHISNRVHAPTSEQLPDASQPVTIIKPFNRKGYFTCLLFFFYLSFCVKFYIKFSSVEFDEIKMEHVFRTCWKQN
KFGAQYIRFILKDATMLLVCLYTWEKYIITNFTDKVYLLGILPWLIVVWWQALVSQYCCMSATWLKKLDILTVSRRLKDK
IIEVSRRLKDKIIEGRKKHETASTPAYPGHVNQDAIHADIITTPPSKKATNSESEEHGVCKVSMPNINVPSNLIRSMFGQ
TYEYLPQDYELTDEDVMAIFLIEDLTENCTLVISAYIHCMREQANNDKKVKYENPFLSDMLKAAGVNGVNEDKDNFITKI
VKNYLDHELIFIPINMKDKHRYLPVVNTEKQQIQVLDSMCMTFNRVDLANTLQGLQYHLNIIGRQQDLPSHKWGDLNVIK
WPIIEQLKERIQEDSSSCGLFMLKLMENWTGESLSRSITQMSKQELISGLLHYIQQINCAEAMEKIWVQSSMPHFISLSL
KQLQTILKKDEPLESECFNMAIHKFMYEKIEMIHKTKEAISNHCLDLQFWILILVRHARSFIVLVVDQESQTLYVLDPNP
LMPEYKNNPNMRYTRKLITICDHFNKAMRKACPGSRWNEDINLWRQVIVNNPVYNRMVTS*                   
>Osat_LOC_Os02g28650                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEDSGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRAHGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTLNFDTFPKLRDHWDEFVAYKTGGYSVAMPKWEQMEASLIER
GIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGMFQPDRDRDELTLALQTPEHPGRTRG
KGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSRYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNR
SSCASTGQVASGMAIPTDPSGTYHYRLIPAGYSKVEIELVEGAYEDLELDYPGGDASCTVSSSCSASTVSTSGSSIDSSS
GSCTDSSSCSYTYSPASSSSGTFKVKGPPAPPPAHTRATKKAKVDVAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEK
KIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLL
GVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQL
DALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFD
LEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIIT
TRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASKLAASTTTSKS*             
>Osat_LOC_Os02g29610                                                            
MVHIEEVEVKRIRMNVLTQPEFLNDDVMNAYIQCLRYNEKGIRGDGKAFLEMAIKTGLLNVEGAHVEASKPRDKRWIRDM
ARDYLAFDMIFLLINIKDTHWYLAVLNAKRREVQILYSLAKPISKDRPDLRRVKDVKTFRQDLAGILINSELSKIKDRPL
LPTTT*                                                                          
>Osat_LOC_Os02g29950                                                            
MSDGTSASRSSRNPRSQNIWPTTLQVIREVDASGRPTAPRTVIGRWSNCCGLAARENFGILHKDIDKVTKAEKERAWTAM
EKWFTFPAKAKDRLKRKAFHKMGKAWKNWKSKLFTEFVNLPGNHTPFDEYPQITEAVWEEFCSLKNTQEFRESSEAHRLL
QQRNEHPHRLGTAGYIGKKAIWAQEDAAAAAANVPTPFSDIPEQRARNCAREGLGLVAEQASQSEVESAPKRREDDILTK
GLGTKEHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERFNKVLANMNIPR
GTTPAVHPTPRAQHDASPSQHRSSCASTEVPAPGLPVAPLAAVDHIEGVAQCVLLARVHPTFAPEVAEGMAFKPSVTDKV
HCAYLLAGYAKVSNDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRG
PALSVPHSPDGANMDLADIAQSLALIKTTRKADSSPPLIKGQKRERGKGKVGKLAPEPKRGKAVTSMPVSKAGKVVRAPA



QFELGMLLVEDNVLAVMGFDDLFDLFRIRKLDTGLLKCYSLLCWIESRRLGNQVGFLDPSMVNEVNLRQSFTEVVDYVNR
CLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFTEITKALNMAWGPYVEKGGRHKEGKDELYHDTKF
ACAQQIEDQCGFHVCHNMSTLLREVVEVEDIMTLIHLRAWLANPEASQY*                              
>Osat_LOC_Os02g32360                                                            
MDRQWMYADRWSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNFWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEERDADGNDVADDLGQMLQDTKEDCESEKGAHKLDKMLEDHRTSLYPGCEQGHK
KLDATLEFLQWKAKNGVSDKAFGDLLKLVKNILPEGNKLPETTYEAKKIVCPLGLEVQKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRIRRLFRNKGNARMMRWHAEERQQDVMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGPKQPDNDIDVYLRPLVEDLKLLWKKEGVPVWDKDKQEEFNIRALLFVTINDWPALSNLSGQSN
KGYKACTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKVKHFEHKADHRTKPKHRNGKTVFAMVKDLKVVFGKGPG
SQPIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLSFLGVYGKSKDTLEARNDLKHMEQRGDFHPE
PKEKGSHYLSPASYTLSKAEKESMFEYLESIKKRRCRSRPSSRSGSYPSKEFAQASDMADRDEEQILYDTIAEGSSQYWN
EKDGKEDPNQYLNKEGNITRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGELYKKYIL
KGQTPNFDTFPKLRDHWDEFIAYKTSEQGQAMMERNKENAAKKKYHRHLGPGGYSVAMPKWEEMEARLLERGIEPATANW
PERSKFWYYAHGGTLNPADGSLTPEHPGRTQGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIVDLEFRVSSYELSMQEE
VARKVDERMAAHRSNDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIK
VASGMTIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRLYIILPGRQAASRAPS
SLAPPSPPAPPSPPQDPAPSPPQDPAPSPPHAPAPSPPQAPAPTPLQAPAPTPPRSPTPTPPQAPLPAPSKSRAPQAPPP
AHRRATKKAKIDAAKNKDPGYDCTQEELDAYMASEVKRQFKPQSPEKKIPIDPSVMNFFRGMSAPAKEAIKLSDYERTLK
KASSGKSKLVPQLGEQPNQEIEPLVTGKEMTIEEFITDTGLTTDQLLGVTPIEKAEVKYMYELGKPLVKPELLQSLPTQM
YKFHPLYMEMSATGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDAFNVSIMSCWILMEIQRARRRGVFDTGFIDPR
KVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNIEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYRF
RHLVRGKWRERLRRKFKFPCAKQKKGTNLCGYYVCEYCHCLADQIITIRKLNFIRMRDNLTTHKEFIAAVQEQLMGFINE
QILDPKGEFYYDGNTIHRSLASELATTTTSKS*                                               
>Osat_LOC_Os02g33990                                                            
MPPPPRHAAAATAPQRHAAAAVATPPPPPPRRRANRRPDAATPPLTNENENDRTNESENEHVNVRCRENVNENENYRTNK
SENENDRTKTSENEGTNVNENKRTNVNENERTNMADRDEEQILYDTIAEGSSQYWNEEEGNKDPNQYLNEEGNVERDAEG
NQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVS
AVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPK
LRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHG
GTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRM
RSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQD
ESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEELELDYPGGDAPSPPQ
APASTPPQDPAPTPPRAPTPTPPQAPLPTPSKSRAPPAPPPTHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQ
FKPRSPEKKIPIDPSVRNFFRDMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDT
GLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFR
GIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEF
HWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPFIRMRDNLTTHKEFIAAVQE
QLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                      
>Osat_LOC_Os02g36010                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRAHGQ
RGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDTVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEIELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDANVASEVKRQFKPRSPEKKIPIDPSVRNFFRGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQL
YMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAM
LDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRG
KWRERLRRKFKFPCAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPK
GEFYYDGNTIHRSLASELAASTTTSKS*                                                    
>Osat_LOC_Os02g37740                                                            
MKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRA
PSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRGPPAPPLAHTRATKKAKVD
AAKIKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQ
LGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSA
TGREMIGVRIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQ
ETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERL
RRKFKFPCAKQKQGTNLCGYYVCEYCHYLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINKEILDPKGEFYYD
GNTIHRSLASELAASTTTSKS*                                                          



>Osat_LOC_Os02g39220                                                            
MFGPYSGGGGVPLPQMDADTYVRTIAAMPPHPLAPPPDSPRTPHTYVGFLPVFGDLPPLTGAVLQEPVPVPPEQRADQPV
AVATENSAPTRPQLCAPYDDEVEATLRAMETNPAERPSPYFLETTQGGRMSALVRASMIAFMGEFSRKNKLADGTLQRAA
YFLDRYLSVTPESDDALQLRLVGATAVFLAAKYEDQYTLRKIDASMVAARCGYTSETRHKMVSIMETEMLAALGFNLGGP
TAYTFVEHFTRYYGDGEEEKQLKEAAHRVADGTLLTYGFHRYLPSMVAASSIFLARLHELGHEPWSNDLAELTAFSTLIS
LQLWPNRGFVEHFTRYNSRGEEELRVQRLERDIADQSLMNYGCPRATCRPWRRRPAASIFIARCSLNRPDRSGLWSTELQ
ELTGLQGAVIRKKQAHLVCPVRSSYCAMRGRARSHRRRLAVPRSHRMDQPRTVEPPSSHRRRRLATPRKQSPPPPPPSTK
SPRFAAARGRPTCEAVVVVRGDAEADDPMGGDGAGGAIGSVDEGDSVAGGEADGGDPGWLRRVSLSTRASGRLNVSARAL
PSAGHVRAGVTAASRCSGPLHRRSRRALLDPATAAPDLPPPSRETSLPPLTDTGERHLPRRRHRRSPVDFADNDERTLDC
TGIATAGDVVCGEHDHDARDTGELVAALAGLGEDDEHLRGAGRVGSGERTCMGDEMGDNFISLEEQEEYRTMTAMRFKTE
KEGFLFYNRYAKEKGFSVRKNYIRRDPITVAVTHRQYQCSREGHRKEVYMEAANRSREPKALTRCGCNALFEIKLDKKKG
DWFVVKYVAKHNHPLAKSDEVAFLRSHRTISNAQKANILELKEVGLRQHQVMDVMERHHGGFDATGFVSRDLYNYFTRLR
KKHILGGDAERVIKYFQWRQKHDMEFFFEYETDEAGRLKRLFWSDPQSRIDYDAFGDVVVFDSTYRVNRYNLPFIPFVGV
NHHGSTIIFGCAIVADEKVATYEWILKQFLDCMYQKHPRALITDGDNAMRRAIAAVMPDSEHWLCTWHIEQNMARHLRPD
MLSDFRTLVHAPYDHEEFERKWVEFKVKHKGCEDNQWLVRMYNLRKKWATAYTKGLFFLGMKSNQRSESLNSKLHRYLDR
KMSLVLLVEHYEHCLSRMRYREAELDCKASQSIPFTSNDASFIEKDAARIFTPAVFKKLKLVIAKSMDWEVIDCIEEDNL
VKYVISMKGDSEMLQILNCTYVESTMKSINCTCRKMDRECLPCEHMVAIMHHLKLDAIPEACIVRRWTIKAKHMFPSDRY
GEVYTWSNQMERYHRLRSMGTEVFFKCSVSKETTLMVMEMLEKLDLETDECETKNSDLSLCGHVLAQSLRTDIESHDKVH
DPMEIVPKGAPTKRLRGFMEKRVRRCGIAEAPHIIESDDDSLFEKNMVDTIGARLRRPHGRVIDAYIMLIKDMQVKVQES
MIFLPLNRNSTHWYVAVLNGAKEKIQILDSMRMEKSYYDKDKDLNNTHWNGKELSPEFNEMDTTTTFKHKVVANLINSTM
NEVIEVQQDIKRLVTEANVGN*                                                          
>Osat_LOC_Os02g40940                                                            
MDPLSTACVPEAEVIDLESAECRSGATMAKSMGHSSGFHPKQQGHRKISLSPQSKRLFHSGLHTGPCYEEVYIALLHREA
LKVSGTRGSLNKTAARVVSRCQPKCVVNIIKEFDDRKKELIGEVGFDGLLDIKLTKVNRQFGAWLLSKVDPKSCAIVKDV
NQELPFGPNDVNAVFGLPCSGQPIIPCSQYELDGKKQILCEIFEIPNFSHLKISLLERILKKQYGYPMTIDEKRVFMAAF
VLYVTTKLLAPQSCANFISPRYIMAVSDVDNIKQYNWSQFVVDEVKKAAESMPTCFPNKAQLSINGCIIFLMVKYLRNLQ
FRKVGITCVKTCHISQFEDDQIARMIQQDVVSKHNPGFPFPRYGKLQLMKEPRENNPHVPELSPLNLCSGSKIPSRAING
GKNLIKFLESHFSSLDVRGTVGSQAYEELKSYVQDGFDRIDEILPTISDFVDISTMQTAIHASNLFKRAFKTNITAAVKI
AIRAAVTKVIDTIEDIQGPLHPWGDTTAMGYHTPTNYSTHATKDASQLDQPTDTQQYDHKIGGLQCTPPKSNGAPEFGSD
GQKKRKYTVENPPSHLLKHKSKRVVKPNRKLMSPFMSKQCSTERLESRIADDLYSYIMSISDDASLEKTWLQSSHPFRIS
LTLRNIQETIKIGSQMDSDSLNLAIRIMFQQEVERFHNTNYLGWRHFINQDFGMYALAGEEFWEASHQLAHFSGPEVVYD
VSESHLILIPVHLFNHYVLYVFNMESKKLSVLDSLNTEDPLGESRFTRHDKIKIMVSQCVMECMRLASPGWNMDILNWDF
ETVENILEQQNGDDCGFYVFNFMVNYDGRRLLNPITEDPYYLRRQFLIHLLTLRDNEAILPEYVVDRLRQIKDN*     
>Osat_LOC_Os02g45020                                                            
MSTPGANPPSPTPARIQEEANPATEAIAEGHPGTTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGLVARENFGILYKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYHQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKCKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os02g45720                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHKRARGQRGAAKKLEGRHIITEVEEDGRP
SAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQF
QSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEAS
LIERGIEPATANWPERSKFWYYAHGGTLSPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPG
RTRGKGVIPWKISFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVEERMAVHRSHDPQPTIPPAMVSP
SGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQQTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVE
VELVEGAYEDLELDYPGGDGETHLRDTCHAIVLWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAP
ALTPPQDPAPTPPRASTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFK
PRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSNYERTLKKTSSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGL
TMDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGI
YELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPQKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHW
VLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCL
ADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPNGEFYYDGNTIHRSLASELAASTTTSKS*       
>Osat_LOC_Os02g49290                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF



TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYENLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSGSCTDSSSCSYTYSP
ASSSSGTFKVKGPPAPPLAHIRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGM
FASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYE
LGKAAAVPTHTNVQVPSAVHGDERHRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQE
TEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLR
RKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDG
NTIHRSLASELAASTTTSKS*                                                           
>Osat_LOC_Os02g49400                                                            
MAEANRYKGFICCPCNKCKNQKGYSASRTIHFHLFESGFMPSYNCWTCHGEQGVEMEEDEVEDDNIPDFGQYAGFEGNQT
GEEERDADGNDVADDLDQMLQDAKEDCESEKGAHKLDKMLEDHRTSLYPGCEQGHENLDTTLQFLQWKAKNGVSDKSFGD
LLKLVKNILPEGNKLPETTYETKKIVCPLGLEVQKIHACPNDYILYHGEEYENLEACPVCKELRYKIRRDDPGEVDGQLT
KKRIPAKVMWYFPIIPRLRRLFRNKGNARMMRWHAEERQQDEMLRHPADGSQWRNIDRKFKDFGKDARNIQFGLSPKQPG
NDIDVYLRPLVKDLKLLWKKEGVPMWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCR
KVVYMGHRQFLAANHLVRKKGKHFEHKADHCTKPKHHSGKTVFAMVKDLKVVFGKGLGSQPIESEDGHAAMWKRNSIFWE
LHYWEFLDVRHTIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPNEKGSHYLSPASYTLSKAEKE
IVIRGILPDNVRATITKLCAFMNAISQKVIDPDRLEALQNDVVQCLVSFELIFPPSFFNIMTHLLCHLVKEISILGPVYL
HNMFPFEMYIGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAIMTVDNNLF
PPYIEEHLALVRAKNIGKSDAWITRHYIDTFPAWLRQHLMGNETINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDM
KSTNQNSVVRIDAMGHDGTTGTYYGAIEDIWELDYGPLKVGYSDKPFVLANDVTQVFYVKDMSSKGKKGRGPDEPKRHVV
LPGKRKIVGVEDKTDEDYYQLDGQPPFTVTIDPSILLSNEDTPYSRSDQKEGTIVRRKKDVVVIVPQAGVVDSPRRNSRR
QVIMEIQRARQRGVFDTRFIDPRKVNVAILDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYD
SMDKKESMFDKVFELIDRAWYRFRHLVRGKWRERLRRKFNFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMR
DNLITHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASEITTTTTSKL*                        
>Osat_LOC_Os02g51230                                                            
MPPPPRHAAAAFAAARAMPPPPRHRANRRPDAATPPLTNENENDRTNESENEHVNVRCRENVNENENDRTNESENENDRS
KTSENEGTNVNENKRTNVNENERMNVNELGNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQ
QGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTV
YWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLR
DHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGT
LNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRS
KRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDES
TCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDT
SHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQALASTPPQDPASTPPQDPAPTPPRAPTPT
PPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEEKIPIDPSVRNFFR
GMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYM
YELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWIL
MEIQRARRRRVFDTGFIDPRKVNIAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDLMD
KKESTFDKVFELIARAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLANQIITTRELDFIRMRDNL
TTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHWSLASELAASTTTSKS*                          
>Osat_LOC_Os02g53930                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAIKLSD
YERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQ
SLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDT
GFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELID
RAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQL
MGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKP*                                        
>Osat_LOC_Os02g54400                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASDIHPSCGYRGQSEK
VDSEENGRTVSELQGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEAS
LIERGIEPATANWPERSKFWYYAHGGTLDPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPG
RTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSP
SGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGIAIPTDPLGTYHCRPIPAGYSKVE
VELVEGAYEYLELDYPTGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAP
ASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKVKVDAAKNKDPGYDCTQEELDAYVASEVKRQFK
PRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGL
TTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGI



YELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHW
VLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCL
ADQIITTRELDFILMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*       
>Osat_LOC_Os02g56780                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPISTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVASGMAIPTDPSGTYHC
RPIPAGYSKVEVELVEGAYEDLELDYPAGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPH
APPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDA
YVASEVKRQFKPRSLEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEM
TIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGVRIRDTDFLQG
DDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFINPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTF
ILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLC
GYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTT
SKS*                                                                            
>Osat_LOC_Os03g20820                                                            
MPPPPSPRRRANRRPDAATPPLTNENENDRTNESENEHVNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGN
VERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVV
RDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTP
NFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENTAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSK
FWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDI
HTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSM
DAMQTQDESTFPVDDITQRTSCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGG
DGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTP
PQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRG
MSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMY
ELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILM
EIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDK
KESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGN
TIHRSLASELAASTTTSKS*                                                            
>Osat_LOC_Os03g21310                                                            
MAGEQARIEDPRGLSSSRTVAEAHEQRSHHHHLVFAGSKCRWHGSRQDGAKELPVMVHQKRSKLDNCSQPISESDDINSE
SLPTKDDDYNCDSDDNSASHMKRSESIELDNDVMINQDKNVDTDLKSDAFSRFSVKYFSKVLDSLSPHHKTVIENYCFQS
MLLFDKCFVPNSFALWITKQVDVNCSDIVLGQKLIPLNKQSVHVVLGLPVGGSTIHSKFDYGKQKILQIFGKTSIPSVKF
FGEKLIKNEELPDDQILICFMIVSLNCFLCPNSSLIPSTKYLSAFEDMDLIESLDWCKLVFDWLMEHISKIEKSKTFGGC
LFHLAVNYLDFLNFGSQKVLLDTPIIKVWKRSMIKDYSKFDKISEGVYGKRPVNDIASTCYQMVNNSSSSFADMLKSSVG
DLLPSDVQDKICHLLCNYFGKEDEIFEDKAKKLLIDVLLLLADCSSNYPTQPAAHENSGIEPDHEPVEENNDDVNQAVQK
NNNFTSSPKGNSKIVLDDDKLPIPNEEFNPVNKSTILNSSEEIKHINIDEIMTKMNKTGHVPINPPDETEKNSALTDSYQ
VIPDSYSPNPVLRNKITPRKLSQTFAAAVESPIICSDSPDKMYMVTLENSTSPNASLNENKENEKVCHIIKDSPDVFIGE
KKFSKKCADIGNKTNMMYNKMNRILLDSQKQNFKTFASPERVLLCNMKNFNPSTSGTKPIHHDLRRVINPTKYCTDPYTP
QRSNFTVSQYERQIYNAVCTLSTSRYQERHAVEIDGVHCKFSSFGGSFNFGHEVSNFVVSVFCRYLFHLSHPSKSKKHYF
FSSIGDDLLKHPSRTDFSSVRKCFDGASKARPIQSCEMLFFPIFYKRHWFVFIVHLKDEMFVFLDSLHEEGFEYQDEVKN
RLTSNFALAWNSIMEEYQINFDAFKNVYPPVSRQNNLCPIVLLLTGIFFDCGVFTLKYMELWGARVQLTNHFSQKDIQNI
RIQYVNRLFFHPDNSVLGTGTKKLVIDFAQGN*                                               
>Osat_LOC_Os03g22400                                                            
MTALASPFLLPHRRRKRPLDDSHFHGPQRHRRRRLCLCPAAFPSPPIPPEAASSPAFDMGGFLSFLRGKPRHDDAGLGVY
RGWVDVRSRDLSVATAMEDDDAGFGPRLVVRRRVGDPRKAALEAAAPRPRVKREPYYKEALERMRSHDKRLGELASLVNL
EEEKLAELRKAAEPPKEDLSELFTPLTAEEENEVHNCLFGRGSSTEILALHEPSNIEVSREKFRCLRLTAWLNDEVINLY
LELLKEREAREPKRFLKCHFFNTFFYKKLACGKNGYDYKSVKRWTTRRRLGYELIECDKIFVPVHKDVHWCLAVINMKER
TFQYLDSLGCVDHHVPRVLARYIAEEVKDKSNKEIDTNTWHEELVDDIPLQQNGWDCGMFMLKYIDFHSRGLSMSFSQEN
MEYFRKRTVMEILRLRAD*MTALASPFLLPHRRRKRPLDDSHFHGPQRHRRRRLCLCPAAFPSPPIPPEAASSPAFDMGG
FLSFLRGKPRHDDAGLGVYRGWVDVRSRDLSVATAMEDDDAGFGPRLVVRRRVGDPRKAALEAAAPRPRVKREPYYKEAL
ERMRSHDKRLGELASLVNLEEEKLAELRKAAEPPKEDLSELFTPLTAEEENEVHNCLFGRGSSTEILALHEPSNIEVSRE
KFRCLRLTAWLNDEVINLYLELLKEREAREPKRFLKCHFFNTFFYKKLACGKNGYDYKSVKRWTTRRRLGYELIECDKIF
VPVHKDVHWCLAVINMKERTFQYLDSLGCVDHHVPRVLVNL*MTALASPFLLPHRRRKRPLDDSHFHGPQRHRRRRLCLC
PAAFPSPPIPPEAASSPAFDMGGFLSFLRGKPRHDDAGLGVYRGWVDVRSRDLSVATAMEDDDAGFGPRLVVRRRVGDPR
KAALEAAAPRPRVKREPYYKEALERMRSHDKRLGELASLVNLEEEKLAELRKAAEPPKEDLSELFTPLTAEEENEVHNCL
FGRGSSTEILALHEPSNIEVSREKFRCLRLTAWLNDEVINLYLELLKEREAREPKRFLKCHFFNTFFYKKVRS*      
>Osat_LOC_Os03g24490                                                            
MLEDHRTSLYPGCEQGHKKLDTTLEFLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHA



CPNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVDEQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEER
QQDGMLRHPTDGSQWQNIDRKFKEFEKDARNIRFGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALL
FVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRMKPKHRSGK
TVFAMVKDLKVVFGKGPGSQPIESEDGHAAMWKKNSIFWELPYWEFLDVRHTIDVMHLTKNLCVNLLGFLGVYGKSKDTL
EARNDLKHMEQRGDLHPEPKEKGSHYLSPASYILSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHV
LMTQLLPVVIRGILPDNVRAIITKLCAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIR
ILGPVYLHNMFPFERYMGVLKKYVRNRARPEASIANGYGTEEVIEFCIEFIEDLRPIGVPESRHEGRLRGKGTLGRKAIM
TVDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPTWLRQHLIGNESINQQLAFLARGPSGS
IATFQGYEINGYTFYTRAQDIKSMNQNSVVCVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGEGVMIDD
SGMTTVDLNKVGYSDEPFVLANDVTQVFFMKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEYKTDEDYDQLDRQPPFTV
TIDPSILLSNEDTPYSRSDHKEGTMKRRVVGVVPQAGVEELALEMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLN
EEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHS
GWVVRDNVPVSTVYWRRTRARGDHESFVPYSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILK
GQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAVKKKYHHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWP
ERSKFWYYAHSGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGF
KEDIYTYRSRMRSKKDTEAKIADLEFRVSSYELRMQEEVARKVDERMAAHRSHDPQPTIPLAMVSPSGKRSSCASTGQVG
SQSMDAMQTQDESTCSVDDITQRTPYELHIPYKNLSIKVASGMAIPTDPSGTYHCRQIPAGYSKVEVELVEGAYKDLELD
YPGGDSETHLRDTSHAIILWRRWYIILPGRKAASRAPSPPQDPAPSPPHALPAPSPPQAPELTPPQDPAPTPPRAPTPTP
PQAPLSAPSKSRASPAPPPTHTRATKKAKVDAAKNKDPGYDCTQEELDAYIASEVKRQFKPRSLEKKIPIDPSVRNFFRG
MSAPVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGEDMTIEEFIIDTGLTTDQLLGVEPIEKAELKYMY
ELGKPLVKPELVQSLPTQMYKLHQLYMEMSATGREMIGARIRDPDFLQGDDILWINFKGIYEVYQLDALDVSIMSCWILM
EIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDK
KESTYDKVFELIDRAWYRFRHLVRGNWRERLRRRFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLT
THKEFITAVQEQLMGFINEEILDPNGEFYYDGNTIHRSLASELAASTTTTSKS*                          
>Osat_LOC_Os03g24960                                                            
MTKLYMLLLFLILCGTPHAATTTAGDGLGSGSFSRMFSFGDSATDTGNGATVNPNSSSNMLPYGETFFGHPTGHFSDGRI
TVDFLVMGHRKRSKVDISSESNSDNDCSLSSDNHDGDVHLSNHDESSDNHDQHFEENDPLLHLTKEELMKKLKIKLGKRP
FTDDHKKKRHKVESDSIIDDALLEIHNDLVLHSLKMKLSMLGEQSKNKRKTFEKDNQQGFFIYNDLMKHPSKTNFGMVQK
SFSRASLARPIEICDMLFFPILHLRHWFLFVVDLKDESFVFIDSLFEEEEDYQYNARCRLISKFSIVWRKFVSEHPINFA
SFKIIYPPRPRQTNRLDCGIFTLKFMEIWRPRVLLTNQFSQKDIPNIRIQYVNKLFFHPCNIMLNSATKKLVTDYYAKG*
>Osat_LOC_Os03g24990                                                            
MGTVRILKSALVFFVPTERDLWFAGGYDAAVKLELISNVMGHRKRSKVDISSESNSDNDCSLSSDNHDGDVHLSNHDESS
DNHDQHFEENDPLLHLTKEELMKKLKIKLGKRPFTDDHKKKRHKVESDSIIDDALLEIHNDLVLHSLKMKLSMLGEQSKN
KRKTFEKDNQQGFFIYNDLMKHPSKTNFGMVQKSFSRASLARPIEICDMLFFPILHLRHWFLFVVDLKDESFVFIDSLFE
EEEDYQYNARCRLISKFSIVWRKFVSEHPINFASFKIIYPPRPRQTNRLDCGIFTLKFMEIWRPRVLLTNQFSQKDIPNI
RIQYVNKLFFHPCNIMLNSATKKLVTDYYAKG*                                               
>Osat_LOC_Os03g25200                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDADKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPKQ
EIEPLVTVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIGARIRDTDFLQGDDILWINFKGI
YELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVALLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHW
VLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGNNLCGYYVCEYCHCL
ANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIHRSLASELAASTTTSK*        
>Osat_LOC_Os03g27720                                                            
MEIQRARRRGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLLACTVNVYDSMD
KKESTFDKVFELIDRAWYRFRHLVRGNWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNL
TTHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASELATTTTSKS*                           
>Osat_LOC_Os03g27860                                                            
MRRGTSRGTWKGMWRVNQEEEASGSQPSVRQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDN
VPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTSNFD
TFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWY
YAHGGTLNPADGSLVFGYQIQEVARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTY
RSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDECMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAM
QTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYKDLELDYPGGDGE
THLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPP



QAPLPAPSKSRAPPAPPLAHTRATKKAKVDADPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASV
KEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKP
LVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRA
RRRRVLDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTF
DKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEF
TAAVQEQLMGFINEEILDPKGEFYYDENTIHRSLASELAASTTTSKS*                                
>Osat_LOC_Os03g29630                                                            
MSPSATSPPNRPHRKRRAGAGGGGADDGSTRRRGRSAVLLGPTHFPAVRSFGLRLALVVAPAPRHRRKQRPLHYACRPTS
LPCRRRRRLRSIISLLHLPILRPFYLRYILAAAASGPCRCRRKESLVGMGNYISRVLRKSSSDRGKAPPADDTAKQDLCE
VFTPLTNEEESEVNNILYGSDQSKKIIVMHGPSNIDITKEKIWCLRTCNWLNDEVINLYLELLKERAQREPKRFLKCHFF
NTFFYKKLACGKTGYDYQSVRRWTTLNRLGYGLVECEKIFIPIHRNVHWCLAIINMKDKTFQYLDSFGGMDHAVLRILAR
YIRDELNDKSNIQVDTSSWLKISSDSCPLQQNGWDCGMFMLKFIDFHSRGIGLCFTQEHMDYFRKRTAKEILRLRAD*  
>Osat_LOC_Os03g30080                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVEQKRARGQ
RGAAKKLEGWHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAFEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPLASPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHIRATKKAKVDAAKNKDSG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTINVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKS*                                                                  
>Osat_LOC_Os03g37630                                                            
MATPGANPPSPTPARIQEERRQLPKVILRQRRSNNPKFMEQHTSMSGGTSASRSSRNPRSQNIWPTTVQVIREVDASGRP
TAPRTVIGRWSNCCGLAARENFGILHKDIRKVTEAEKERAWTAMEKWFTFLAEAKDRLKRKAFQKMGKAWKNWKSKLFTE
FVNPPGNHTPFDEYSQITEARNEHPHRLGTAGYIGKEAIWAHEDAAATAANVPAPFSDIPEQRARNWARARGKVNPDGSV
TFENKSDAVVYQELLGSVAKQASQSEVESAPKRRKDDILTKALGTKEHPGLTRGIGSDVPWEHGLPQYSSQYRKRKVSKE
ERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPAVHPTPRAQHDASPSQHRSSCASTEVPAPGLPIAP
LAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHSADLLAGYAKVSIDTVKDTCRPTELTPPKSKLSIEAPH
GPALSVPHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGKKRERGKGKVGELAPEPKRGKAATSMPVSKAGKVVRAP
AQFELGMPLVEDNVLAVMGIACRELHKQYKELSNTKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGL
LKYYTLLCWIESRRLGNQSFTEVVDYVNRCLWAHQDKEYIICAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFSEITK
ALNMAWGPYVEKGGRHKEGKDELYHDTKFACPQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGEKAHFNTYIAIQNVL
INLLFIKQKGRAGFKISPINPPAIRGEVLEVDDIMALIHLGMASKS*                                 
>Osat_LOC_Os03g40480                                                            
MDRQWMYADRRSKEFINGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIVADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSN
KGYKACTHCMDETKNTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKYRSGKTVFAMVKDVKVVFGKGPG
SQHIESEDSHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEALVIRGILPDNVRATIK
KLCAFMNAISQKVIDPDRLEALQNEVVQCLVSFDLIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKY
VRNRARPEACIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAITTVDNNLFRKAHFTVLQHSSLVAP
YIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMDNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKS
TNQNSAVRVDAMGYDGTTATYYGAIEDIWELDYGPLKVPLFWCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPFVLAND
VTQVFFVKDMSSKGKKGRGPDEPKCQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRNDHKEG
TIGTFRPDRDRDEVTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVAR
KVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVDVELVEGMYEDLELDY
PGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRA
PTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSLEKKIPIYPSVR
NFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNLEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAE
VKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMS
CWILMEIQRARRRRVFDTGFIDPRKVNAAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVY
DSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRM
RDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKL*                      
>Osat_LOC_Os03g41780                                                            



MPSDVSLSVQLRDFLLTNGGRMDSVKLLEIDSSVAYGYDVLKSFSNGNLTEGLFIDPFSSILFKEDMRNRPDTFGKRIFI
PTSVSYLLNNDFIKQNGETHDFSADALAGNLRDYIQNVPMTKTQMIMLPVLHHDHWSLYAINIAHRRVDIMDSNNYLLIG
TLESDHHRALSKRIVKGLSDALQEVAPKSFCRFGDFRRNMMKCPKMQICSNDCAFYIVRFMEAYDGNRESIETLSIPYVE
VGVEVVTALEITKVFLVRIENESIGAAWSRFTNLVQSGPTLSLPEYVLLQHFHTGLDKESAFYLDITARGSFMHKTPSEG
KTILDRILENTSFMTQSNEPQLEASVSKIEEPLTIEPFAEPSTSASSIDEKVPEQPSVKNEEIQTPDCATIMFRDGFDVD
YGNTLNYFSKRKPPVPLSPPDPMELGFLRETVRELTSIMSDEWQREAELSSEVIRINTAPRIIPCHLEGNDVGILYSPTI
GANLISVSFAFAYLSDKAVTPTNKFFKHPNRNIIEGFGIVQDVPVFFEDREAILDFHVFEIQDFDILIGLPIEQLLINTS
RLGSLKITLGENEFSIPFSRARITLTDPLPETESAEEVTAVPPHESTKALLEDEVPDFIKEEADPSETLDLPIMEPPPRP
PLELKPLPPGLRYAFLHNDREAPVIISDKLSEDETQRLLTVLEKHRSILGYSLQDLRGINPALCTHRIPIDLESTPSREP
QRRLNNAMREVVKKEVLKLLHAGIIYPVPYSEWVSKVQVMPKKGGMTVVANSQNELIPQRTVTGWRMCIDYRKLNKATKK
DHFLLPFNDEMLEWLANHSFFCFLDGMSFGLCNAPAPFQRCMMSIFSDMIEDIMEVFMDDFSVYGKTFGHCLQNLDKVLQ
RCQEKDLVLNWEKCHFMVREGIILGHRVSERGSEVDRAKIDVIDQLPPLVNIKGIHSFLGHAGFYRRFIKDFSIIARPLT
NLLAKDAPFEFDDACLKSFEILKKALVFAPIIQPPDWTLPFEIMCDASDFAVAAVLG*                      
>Osat_LOC_Os03g43280                                                            
MADRDEEQILYDIIASGSSQYWNEEEGNEDPNQYLNEEGNAERDAEGNEEGNVERDAEGNEEEASGSHPSAGQKRARGQR
GAAKKIEGRHIITEVDADGRPSAPAQAAKNFVRHSGWVVRDNVPVSKVYWRRTRARGGDDSFIPESEKEMLWTTMLETFT
LPAGTENIVKQWTLKKMAEQFQTFKGDLYRKYILKEQTPNFDVFPKLRDHWDEFVAYKTGQQGQAMMERNKENATKKKYH
HHLGSGGYSIAMPNWEEMEASLLERGIEPTTAKWPDRSKFWYYAHGGTLSPVDGSLVFSDQIREAANRLTDAVEASSQGT
SRMRSKRDTEAKIADLEYRVSSYELSKQEEVARKVDERMAAHRSHDPQPYIPPPMVSPSGNHSSCASTGQVVSHSMDAMQ
TQDETTCPVDEITHRTPCELHIPFKNLSIKVASGMAIPTDISGTYHCRPIPAGYSRVEVELVEAVYEDLELDYPGGDAST
RAMKKAKVDTTKNKEPPYGCSQEELDAYVAGEVKRQLKPQSPEKKIPIDPSVKNFLKGMSTANKEALKLSDYDRTLRKAY
YKKSKPVPQLGEQPHQVVEPLVTGEDFGITDFISDTGLTMAQLDGGAPIPKAEVAYKFELGKPLVRPEQLQSLPTQMYKF
HERYMEMSANCREMFEARIRNPDFLQGEDVLWIHFKDVFDLYHRDALDVSLLSAWILMEIQRARWRRVYDTGFIDPRKIN
TEMLDKYEKDTEDNLVHLLTQQHYKTFILLPYNTEFHWVLFFFDLDARRVTVYDSMNKEEKVFDKVFQLIDRAWDRFRQL
VRGTWKEKLGWRFHFPCAKQDKGTNLCGYYVCEFAHCLSNQIYTTRELDRIHMREKLPHKDFITAVQEQLMGFINEEVLN
PDGEFYYDGSTIRNVGPSSSDVTQALKS*                                                   
>Osat_LOC_Os03g47330                                                            
MLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFNKVFELIHRAWYRFRHLVR
GKWRERLRRKFKFPCVKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDP
KGEFYYDGNTIHRNIRNRQLKGWFTGTRLTLDEAKEVLEWRTMTCGVLICHKNGRWGNSTPRDEAVELFNALQIVSNNGA
FERLGVMVWPSQGFKNRRGPGYRHPAVRRLPAVTAVTAQNRDKFTNRNLNSKIRANRAVWRGYRAV*             
>Osat_LOC_Os03g48464                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVRVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPAIANWPERSMFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDMAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKS*                                                                  
>Osat_LOC_Os03g51290                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEVSGNQPSVGQKRACGQR
GAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRAHGDHESFVPDSEKEMLWTTMLETFT
LPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTDEQGQAMMERNKENAAKKKYH
HHLGSGGYSVAIPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIREAARRLTDAVEASSQGT
FRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDE
RMAAHRSHDPQPTIPLAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAI
PTDPSGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPH
APPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLLAPSKSGAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDA
YVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASFGKSKPVPQLGEQPNQEIEPLVTGKEM
TIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTGFLQG
DDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTF
ILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQRTNLC
GYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKSEFYYDGNTIHRSLASELAASTTT
SKS*                                                                            
>Osat_LOC_Os03g60020                                                            



MPPPPRHAAAATAPQRHAAAAVATPPRQPPPRCRHTAVNERERERSNERERERTRQQKTCCWSRPSSLSGRASPRRNWSR
QMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARG
QRGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEILWTTMLET
FTLPAGTEDKVKRWTRKKMAEQFQSFKGDLYQKYILKGQTPNFNTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKK
YHHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGMLNPADGSLVFGDQIREAAQRLTDAVEASSQ
GTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKV
DERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGM
AIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPP
SPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKD
PGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPN
QEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMI
GARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNL
VHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKF
PCAKQKQGTNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHR
SLASELAASTTTSKS*                                                                
>Osat_LOC_Os04g01850                                                            
MVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFSEITKALNMAWGPY
VEKGGKHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*                      
>Osat_LOC_Os04g03030                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
QVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKALQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRIQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLQQSSTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os04g05880                                                            
MAMVRGAAVAARHVGDGRGEAERRAARGSLAEEGLGLGNAMRGDTTVRGATATVMTTAEEGAGVLKDRLQNSSLPLKLAL
TTKVPWLAEYFVGLSCLCFCYCCFRVIYCILSFPRVATQVKGAFIDNLVYEHDVDKQEIVRPETWNENEMLYDVVDMELS
LTYDILYTKAVKVHTWGGYAICFTSHFVTSAMFLLFWSQSREGPQQPDVLITYIVLGGTVILDIKWLLRAVASTWTYSFL
DDRPRSWLHHSLLCLGKWRMIHRSILSLDPSRFFSKDPTTSYRRWLGISGQYNLFDECTRDMTWKSKTFKSMLELVSLDD
YWMEYRYHNSMGFHMLCYRSSDVRNLLFECIWECIKSVYPPIYDKVLPMAPALEGELPAAAVSVVKPQPAIHRLHFGAAK
SGNEKPIQRKDQHYYTENLRIRYKELIPVLKERDNEDFSMSDMLEHIFMARRYQCMHKELPCREPGTKVSVRLMKFRMDA
KMYADRQSKEFIDGMHYFLRVAEANKQKGFICCPCNKCKNQKEYSVSRTIHFHLFESGLMPSYNCWTSHGKQGVEMEEDE
VEDDNIPDFAQYAGFEGNQMGEEDIDADYNDIADDLGQMLQDAKDDCESEKGAHKLDKMLEDHKTSLYPGCEQGHKKLDT
TLEFLQWKAKNGVSDKAFGDLLKLVKNILPEGNKLPETTYEAKKIVCPLGLEIQKIHACPNDCILYHGEEYESLEACPVC
KALRYKIRRDDPGKVDGQLTKKRIPAKVIWYFPIIPRLRRLFRNKGNVRMMRWHAEERPQDGMLRHLLLHHLLRLLRLLL
PHHLLRLRRLLLHHLLRLLRHLLLHHLLRLLRLLRLLLHHVRLHLPRQGLAKLHLLPAQGQRRRKKLTPPKTRSRREVKR
QLKPRSPEKKIPIDPSMKNFFKGMSTANKEALKLSDYDRTLRKAYYKKSKPVPQLGEQPHQVVEPLVTGEDFGITDFISD
TGLTMAQLVGGVPIPKAEVAYKFELGKPLVRPEQLQSLPTQMYKFHERYMEMSANGREMFGARIRNPDFLQGEDVQWIHF
KDVFDLYHRNALDVSLLSAWILMEIQRARRRGFYDTGFIDRRKINTEMLDKYEKDTEDNLVHLLTQQHYKTFILLPYNTE
FHWVLFFFDLAARRVTVYDSMNKEEKVFDKVFQLIDRTWDRFRQLVSGTWKEKLGRRFHFPCAKQDKGTNLCGYYVCEYA
HCLSNQIYTKRELDMDRQWMYADRRSKEFIDGVHYFLRVAEANKRKGFICCPCNKCKNRKEYSASRTIHFHLFESVLMPS
YNYWTSHGEQGVEMVEDEVEDDNIADFAQYAGFEGNQTGEEDIDADYNDVADDLGQMLQDAKEDCESEKGAHKLDKMLED
HRTSLYPGCEQGHKKLDTTLEFLQWKAKNGVSDKAFGDLLKLIKNILPEGNKLSETTYEAKKIVCPLGLEVQKIHACPND
CILYHGEEYESLEACPICKAIRYEIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMVRWHAKERQQDG
MLRHPADGSKRRKIDRKFKDFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPN
QPGNGIDVYLRPLVEDLKLLWKKEGVPMWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLK
HCRKVVYMGHRQFLAANHPVRKKGKHFEHTADIRAKPKHRSGKTVFAMVKDLKVVFGKGHGSQPIESKDGHAAMWKKNSI
FWELPYWEFLDVRHAIDVMHLTKNLYVNFLGFLGVYGKSKDILEARNDLKHMEQRGDLHPEPKEKGSHYWSPASYTLTKE
EKERMFQCLEGIKLLPVIIRGILPDNVRATITKLCSFMNAISQKVIDPDRLEALQNDVVQCLVCFELIFPPSFFNIMTNL
LCHIVKEIGILGPVFLHNMFPFERSRQTPPPASTRATKKAKVDTTKNKEPPYGCSQDELDAYVAGEVKRQLKPRSPEKKI
PIDPSVKNFFKGMSTANKEALKLSDYDRTLRKAYYKKSKPVPQLGEQPHQVVEPLVTGEDFGITDFISDTGLTMAQLVGG
APIPKAEVAYKFELSKPLVRPERLSGLSSCSPYRHKCTNSMNGIWK*                                 
>Osat_LOC_Os04g06280                                                            
MPVSKAGKVGRAPAQFELGMLLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDL
FDLFRIQKLDTGLLKCYSLLCWIESRRLGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWI
LLVIVPKWSRVTYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRHKEGKDELYHDTKFACAQQIGDQCGFHVCHNMSTLL



REVVEVEYIMALIHLVADLKPGMCGVDKTSKGEVNGSLRSLSGVGNLLLWHAPFHVMVSSSPFAPPMLIAGDSRCRESIC
GDGPGVGLGISDVRGGQRSCGILWLEFSAHGRYRKRGGPNRCFECGSTDHFRLSTSASRCRSSSSSWLVLAGVKYSPKII
QWIAYQLADSTAIYALRNLSFGSVAVDEHRLAAFWAPFLLLHLGGPDNITAYALEDNKLWLRHALNLVFQARGGPSAGVV
CILAQVLAEHDARHSHLRGARRADAGPRDPINANLYVKELMRKKLRELRHRCQEGSLGDNVFCVRADLLRNLGNTCNSKI
HNRGSSIVRGHGRSIAANLVASGALSRSYRVTNSIGTKGTCTMRIVTTLMMNSFCSVLTPCFTYLNPTNKQLGRLFKKLG
YGDKGDTGCYSWDITIPELVKDTALRMVSDFDLNTMGLLRPHPRYERKEVQRRRCRRSPACRLDQGTVQLFDVLLVAHPD
MLAGLPQKWLYQRTCENLDKKCKEHRDELISSGGKANNVIFMVLMKLFGGHNNSSTSIGLRQTNALAKILYKSLPSNFDT
AIPRLTYAGLVAREIINWKGGDNQSMEPDTVTVLLNLWTAFLLYAANRCNRESHAKKLNTGGEFITIVWLMVEHIYKTKT
KGKKVVPVGQ*                                                                     
>Osat_LOC_Os04g06690                                                            
MADRDVEQILYDTIAEGISQYWNEKEGNEDLNQYLNEEGNMERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
QGAAKKLKGRHIITEVEEDGHPSAPAEAAKNYVCHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPTGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFIAYKTGEQGQAMMEINKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATTNWSERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TFRPDKDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTETKIADLEFRVSSHELRMQEEVARKVD
EHMAAHRSHDPQPTIPPAMVVSGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDSETHLRDTSHAIIL
WRRRYIILPGRQATSRAPSPPAPPSPPQDPAPYPPHAPPAPSPPQAPAPTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRA
PPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDTYVASEVKRQFKPRSLEKKIPIDPSVRNFFRDQLLGVEPIVKAEL
KYMYELSKPLVKPELVQSLPTQMYKFHQLYIEMSATGREMIGARIRHPDFLQGDDILWINFKGIYEVYQLDALDVSIMSC
WILIEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKMFILLPYNTEFHWVLLLFDLSACTVNVYD
SMDKIESTFDKVFELIDRAWYRFRHLVRGNWRERLRRRFKFPYAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMR
DNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRPTGEVGPLYAGWDEAVGARARKLLGGDGVARGGEMEEDS
LTPARPWLQLLRHR*                                                                 
>Osat_LOC_Os04g07170                                                            
MPPPARHAAAFAGARAMPPPARHAAATVATPPQRHAAAAVATPPPPPPRRRANRRPDAATPPLTNENENDRTNESENEHV
NVRCRENVNENENDRTNESENENDRTKTSENEGTNVNENKRTNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNE
EGNVERDAEGNQQGHVERDVEGNQEEEASGSQPFVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSG
WVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKG
QTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPE
RSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFK
EDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGS
QSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGTYEDLELDY
PGGDGEMHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRA
PTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPNVR
NFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAE
VKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMS
CWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVY
DSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRM
RDNLTTHKEFIAAVQEQLMGFINEEILDPKEVARKQIKAKEDDLEDARKAILMIINAANTYQQVAEKKIKDKVEELRVLG
VQKADMDGRIASLESRLEAALVKNQELESTYVKALIENDRLWSVIERLMMGALVEGISEYRELEKAEVRAPHDSLRQLFI
FLLAPALPISLKGPSHQSLQPTCTKEASEGDVSDVDNNGPAESGKCAISISQGWESSMLWKVYLIVLEKAKLIPTKRLIS
WESVTQWKIRNFHLPSCC*                                                             
>Osat_LOC_Os04g08120                                                            
MELTPPKSKLSIEAPRGPALSVPHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKA
ATSMPVSKAGKVDNVLAVMGIACRELHKQYMELSNAKRKIRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTG
LLKCYSLLCWIESRRLGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVT
YLNSNKSKDYDFTEITKALNMAWDPYVEKGGRHKEGKDELYHDTKFACAQQIRDQCGFHVCHNMSTFLREVKDFDPEVVA
NGE*                                                                            
>Osat_LOC_Os04g10020                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPKQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIG
ARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYYDRNTIHRS



LASELAASTTTSK*                                                                  
>Osat_LOC_Os04g10960                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPEAIKLSDYERTLKKASSGKSKPVPQLGEQPKQEIEPLVTGKEMTIE
QFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIGARIRDTDFLQGDDI
LWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILL
PYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGNNLCGYY
VCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSK*
>Osat_LOC_Os04g11410                                                            
MADRDEEQILYDTIAEGSSQYWNEEKGNEDPNQYLNEEGNVERDAEGNEEGNDEEEASGSHPSAGQKRARGQRSAAKKIE
GRHIITEVDEDGRPSALAEAAKNFSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGQQGEAMMARNKENAAKKK
YHHHLGLGGYSVAMPKWEEMEASLIERGIEPATAKWPDRSKFWYYAHGGTLNPVDGSLVFNDQIREAASRLTDAVVVSSQ
GTFRPDREKDELSLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEREELLQGNMYKFHERYMEMSAKGRE
MFGARIKNPDFLQGEDVLWIHFKDLFDLYQLDALDVSLLSSWILNGDSKDPMTRVYDTGFIDPRKINTEMIDKYEKDTED
NLVHLLTQQHFRTYILLPYNTEFHWVLLFFDLDACKVTVYDSMNKEEKIFDKVVKLIDRAWDRFRQLVRGTWKEKLGRRF
HFPHIHMRDNLPRKDFITAVQEQLIGFINEEVLNPDGEFYYDGSTIHNVGPSSSDITPASKS*                 
>Osat_LOC_Os04g11950                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPHEQHTSMSGGTSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEFVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRLLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLCLVTEQALQSEVESTPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYRSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPD
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGRPTELTPPKSKLSIEAPRGPALSVPHSPGGADMDLVDIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEP
KRGKAATSMPVSKSGKVVRAPAQFELGMPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAY
ITIGFDDLFDLFRIRKLDTGLLKCYSLLCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCA
HNQERHWILLVIVPKWSRVTYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHV
CHNMSTLLREVKDFDPEVVANGE*                                                        
>Osat_LOC_Os04g12390                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGG
DSETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPRAPPAPSPPQAPASTPQDPAPTPPRAPTPT
PPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFR
GMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYM
YELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVCIMSCWIL
MEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMD
KKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNL
TTHKEFIAAVQEQLMGFINEEILDPKGVLMVLTLQRVKIGPWGGTGGHAWDEGGHGASAGGYTGVRRMSIGSSWCVSSML
FEYDDNGKRVKGTLQGEGGNGIPEEELDFHGEVLTHMCGYHDNHLIRWLQFRSNRNRTFGPYGNLGEDRAGWTRFEVSME
HSGSIVGFCGRSGNFTDAIGVYVAVWNPERFYDSMRRQGVRVYRASPLRMDLRQIEEEKKKEEVERGRLQKEIKEGRESL
RKLRLKLGVDVPQQDQEIVQQLERGRQGKRQTIEELQVEHEQLERERGRLLLLQQVDEQLERELRRHTY*          
>Osat_LOC_Os04g13380                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVERNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGGYSVAMPKWEQMEASLIER
GIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRG
KGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNR
SSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSS
GSCTDSSSCSYTYSPASSSSGTFKVNGPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKSRSPEK
KIPIDPSVRNFFRGMSAPVKEAIKLSDYERTLKKASSGKSKPIPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLL
GVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQL



DALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFD
LEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLANQIIT
TRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*             
>Osat_LOC_Os04g13600                                                            
MSTPGANPPSPTPARIQEEANPATKAVAEGHPATTAVQQPEIHELPQEQHTSMSSETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPNIAQSLAPIKTTRKADSSPPLVKGQ
KRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELGMPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESS
IVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSLLCWIESRRHGNQVGFLDPSMVNEVNLQQSFTEVVDYV
NRCLWAHQDKEYIMCVHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDT
KFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*                                        
>Osat_LOC_Os04g13630                                                            
MKAVTGGGPSPLTASNVSARHRYPVRGVRIWRSEGTPTHNYYGTDVTISYILLAGAVALEMSSIFMWFKSSYWPYMTISY
LKHRDRFRTLRTLLLFTVRLLGRQNIMEWSGMLAQYNMINTCNRENQAGSLEKMARSIGIDRDYTTHVLVSPEVKNVLLD
QLLDIATTSGTPQDLDFANFHGQWARNGFDLSSEDEAAGQPRSSGGSAAQDALRISAIQHLDFVSSAILWHFVTEICLLA
GDEEVASGISMLRTLMDRQWMYADRRSKEFIDGVHYFLRVAEANRKRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMP
SYNCWTSHGEQGVEMEEDEVEDDNIPDFAQFVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLE
DHRTSLYPGCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPN
DCILYRGEEYENLEACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQD
GMLRHPADGSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGP
KQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTYL
KHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKSKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNS
IFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSK
AEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKLCAFMNAISQKV
IDPDRLDALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASIAK
GYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAIMTVDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRARN
IGKSDVWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSAVRVDAMG
HDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSK
GKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIILYDTIAEGSS
QYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEED
GRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTIPAGTEDKVKRWTLKKMA
EQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEEM
EASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQGTFRPDRDRDELTLALQTPE
HPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAM
VSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYS
KVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSPPHDPAPSPPHAPPAPSPP
QAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKR
QFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPKQEIEPLVTGKEMTIEQFITD
TGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIGARIRDTDFLQGDDILWINF
KGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTE
FHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYC
HCLANQIITTRELDSRSGTPGWKPGQRGLRTGTTKGFSTSGRSSEELSNYIIYLIVKCNVMLGSDGHYVVKVARRDVKLF
LGMVVSRREFVQKVRDGDPNVNLKEFPALDRAHRVSSKLFKMNAHDRWRLISLVCVEMICYVAQNCVAGFHAKHLSTGGE
FITHVKMLLFIIGLPLRRHTKEQLFPSEEIEERKFLRRSHPWRRG*                                  
>Osat_LOC_Os04g19840                                                            
MSTPGANPSSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALIR
KLDTGLLKCYSLLCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPK
WSRVTYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFD
PEVVANGE*                                                                       
>Osat_LOC_Os04g20100                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEGSGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF



TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPILAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKKQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNIEFHWVLLLFDLEACTVNVYDSMDKKESTFERAWYRFRHLVRGKWRERLRRKFKFPCAKQKQG
TNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAA
STTTSKS*                                                                        
>Osat_LOC_Os04g20460                                                            
MKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSSGSCTDS
SSCSYTYSPASSSSGTFKVKAPPSSTACPHKGNEEGASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQ
LLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTNFLQGDDILWINFRGIYELY
QLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLL
FDLEACTVNVYDSMDKKESTFDKCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMG
FINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                          
>Osat_LOC_Os04g21930                                                            
MAVKDRFAGCPGRIHRTYHKPAWATAGLVVWLSSSRRIQARVGVMEFGWALRRPMRLPDSPRHERGLPAALRGVGVKPEQ
PGNDIDVYLRPLVEDLKLLWKKEGVPVWDEDKQEEFNLRVLLFVTINDWPALSNLSGQSNKGYKACTHCMDEIETNHPVR
KKGKHFEHKADHRTKPKHRSEKTVFAMVKDLKVVFGKGPGSQPIESEDGHAAMWKKNSIFWELPYYEFLDVRHAIDVMHL
TKNLCVNLLGFLGVYGKSKDTLEARNNLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTN
IKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKLCAFMNTISLKVIDPDRLEALQNEVVQCLVSFEL
IFPPSFFNIMTHLLYHLVKEISILGPVYLHNMFPFERRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAII
LWRRRYIILPGRQAVSRAPSPLAPPSPPRDPAPSPPHAPPAPSPPQAPAPTPPQDPAPTPPRAPTPTPSQAPLPAPSKSR
APLAPPPAHTRAPKKAKVDAAKNKDPRYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSAPVKEAIKLS
DYERTLKKAFSGKSKPVPQLGEQPNQEIEPLVTGEDMTIEEFITDTGLTTDQLLGVEPIEKAEVKYMYELGKPLVKPELV
QSLPTQMYKFHQLYMEMSATGREMIGARIRDPDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFD
TGFIDPRKVNVAMLNQYPQDTEDNLVYLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELI
DRAWYWFRRLVRGNWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFICMRDNLTTHKEFIAAVQEQ
LM*                                                                             
>Osat_LOC_Os04g22950                                                            
MQILTNPVTESSTSYLDDHIIDAYVTCLREKDMKEGTGTRAEGMVFLEKPLITKLLQRDGEHYVSKDIIDRAMAKATANR
YLKHDMIFLPMNIKEKHWYLAVIHAKRRIMQVLDSRANSSTQRKELRKVEDIKYFRRKLAAILGGAQKKDKKRN*     
>Osat_LOC_Os04g23250                                                            
MPPLRHAATAPPRRRSAAATAAPSLPKMADRDEEQILYDTIAEGSSQYWNKEEGNEDPNQYLNEERNVERDVEGNEEEEA
SGSQPSAGQKRARGQRGAAKKLEGRHIITEVDEDGRPSAPAEVAKKYIRHNGWVVRDNVPISTVYWRRTRARGDHENFVP
DSEKEMLWTTMLETFTLPAGTENIVKSFKGDLYQKYILKGLTPNFNTFPKLRDHWDEFVAYKAGQQGQAMMDRNKENATK
KKYHHHLGSGGYSIAMPKWEEMEASLVERGIEPATGKWPDRSKFWCYAHGGTLNLVDGSLAFSDQIRKAASRLTDAVEAS
SQGTFRPDREKEGKGSRMRSKRDTEAKIADLEYRISSYELSMQEEVARKVDERMATHRSQDLQPYIPPAMVSPSGNRSSC
ASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVKVELVQAVYEDLELDYPGGGVTPPQAVALTHPQAPRPAPFKSRSHQAP
PPARTRATKKAKVDAAENKPPPYDCMQEELDAYVAAEVKRQLKPRSSEKKIPIDPTARKFFRGMSAPAKEAIKLSDYERT
LKKTYSGKSKPVPQLGEQPNQEVEPLVTGEEFGIKEFISDTGLTTDQLLRGAPIPKAEVKYKYELGKPLVKPEQLQSLPT
QMYKFHKLYMEMSDTGREMIRARYSLDQFQGYLRSIPAGRPRRLYYELLDFIQRARWRGVFDNGFIDPRKVNVSMIDKYP
QATEDNLVYFLKAQHYKTFHWVLLLFDLEACIVNVYDSMDKKESTFDQVFELIGRAWYRFHHLVHGNWKEKLRRKFKFPC
AKQEQGTNSCSYYVCEYCHCLAYEIITTRELDVIRMRDNLTHKEFIAAVQEQLMEFINEKVLDPKGEFYYDGNTIHRSLA
SEITTTTSKS*                                                                     
>Osat_LOC_Os04g23280                                                            
MTYRLSNYFLYEQMADRDEKQILYDTIVEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNLEGNVERDVEGNQEEEASR
SQPSAGQKRARGQQGAAKKLEGQHIITEVDEDGRPSAPAEAAKNYVRHSGWVVQDNVPVSTVYWRRTRARGDHESFLLDS
EKEMLWTTMLETFTLPAGKEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPKFDTFPKLRDHWDEFVTYKTGQQEQAM
MERNKENAARKKYHHHLRSGGCSVAMPKREEMEASLLERGIGPATSKWPDRSKFWYYAHGGTLNPVDGSLVFSDQIREAA
SRLTDAVEASSQGTSRMRSKRDTEAKIADLEYRVSSYELSMQEEVARKVDERMAAYRSHDPQPTIPPAMVSPSGNRSSCA
STGQVASGMAIPTDPSGTYHCRPIPTGYSKVEVELVEGAYEDLELDYPGGDGDKRRLVHHLLRLRHLLLRLLHRLLLMLQ
HRLHLRLLHRLLLRLLHRLLRKLLVRHLPSQGPPKLHRLPPQGQRRRRKLTPQKTRTRGAPIEKAEVKYMYELGKPLVKP
EQLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDTLDVCIMSCWILMEIQRARRQG
VFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKALHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVF
ELIDRAWYRFRHLVRGKWRERLRRKFNFPFIRMRDNLITHKEFIAAV*                                
>Osat_LOC_Os04g23380                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDANQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ



RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTLEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPRGDGETHLRDTCHAIILWRRRYIILPRRQAASRAPSPPAPPS
PPQDPAPSPPHGPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHIRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLRVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYKLYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKS*                                                                  
>Osat_LOC_Os04g23680                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGGTSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGLAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEFVNPPGNHTSFDEYPQITEAVWEEFCSLKTTQEFRELSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAIVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGVAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPDPKVGHWSSKMLLLSFT
EVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRHKEGKN
ELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVVEVEYIMALIHLRAWLANPEASQYLAFIFFLELTHQ*          
>Osat_LOC_Os04g24240                                                            
MPPPPRHAAAATAPQRHAAAAVATPPPPPPRRRANRRPDAATPPLTNENENDRTNESENEHVNVRCHENVNENENDRTNE
SENEHVNMADRNEEQILYDTIAEGSSQYWNEEEGNEDSNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVG
QKRARGQRGAAKKLEGRHIITEVEEDGRPSSPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLW
TTMLETFTLPAGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGT
LNPADGSLVFGDQIREAARRLKDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRS
KRDTEAKIADLEFRVSRYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDES
TCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPRGDGGTSSSLG
DKRRLVHHLLRLRHLLLRILHRLLLMLRQHRLHLRLQHRLLLRILHRLLLVLLHLLPRKLLFRHLQSQGPPPAPPPAHTR
ATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASS
RKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFH
QLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPQKVNV
AMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLDACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLV
RGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILD
PKGEFYYDGNTIHRSLASELAASTTTSKS*                                                  
>Osat_LOC_Os04g24960                                                            
MPPPRHAAAATAPQRHAAAAVATPHAARRHAAAATATPPRQPPPRCRHTAVNERERERSNERERGRTRQRTCRENVNENE
NDRTNESENENDRSKTSENEGTNVNENKRTNVNENERTNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNV
ERDAEGNQQGHVERDVEGNQEEETSGSQPSVGQKRARGQRGVAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVR
DNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPN
FDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKF
WYYAHGGTLNPAEGSLVFGDQIREAARRLTDAVEASSHGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIH
TYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMD
AMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVVSGMAIPTDPSGTYHCRPIPAGYSKVEVELVETAYEDLELDYPGGD
GETHLRDTSHGIILWRRRYIILPGRQAASRAPSPLAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPT
PPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFR
GMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYM
YELGKPLVKPELLQSLPTQMYKFHQLYMEISATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWIL
MEIQRARRRRVFDAGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMD
KKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIHMRDNL
TTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRFLASELAASTTTSKS*                          
>Osat_LOC_Os04g25110                                                            
MSAATDPTGSPITTSAATHPTRSPMTTSAVNHPTGDSSAARSRASKTSKDDSTCTVSDDPVVTGVIDAFQSPPILQKTAV
TGLQTQILLSLGDLSSQICETQKMLIKMAHDNTEFQENMNDRMTNVEHIQQLQLQQVTDITHGEQHFPRKRYIEVEYPST
IGKRVRGVNGRAVTYPYDNYEKNISTKIIKAFVKHFGQSRSIKRHKHMYHAYLETPSVVSMLIKYGYYDGVELGNTDENM
YKSAGVSYVNNDMIFLPIRTSIDHWYVAVLDCTRKEVCVLDSMDTTEDDLKELKFLMKGIRKCVRLVLDDKIVENPLWDD
YNVQAWKIRIRYNLPNKKDRTSSGLYSIKFMELWTGDSLSKQFYQEDIDSYRRKLAAILYMSPSNKLRNNICSTSNGNGT
DGGTRAADLNEDILNMSEIHGD*                                                         



>Osat_LOC_Os04g25120                                                            
MARCPKKYGPATWDNTGNSLKGSEIPVEPNPHPTPTPIPTKKDIGTLVCSPHAMYEVILHLSPRQKEAIEGSGLGNLLKI
DNIHIDRNLCNEIARSYDKEKKAFNINGTFVTMTLDDVDCLLGLPSKGDDIFEAPKINKPELFNLYKKEGQTTITLQALR
EAIINSSSYDDHFIRRFILFSIGSFICPTTQRYVRSEYLNLVDDVDKMRELNWSSLTLNQLLKGIIKFREKTTNIEGNVC
LLQIWYWEKVRIDKLAATIYHSSRQRPLIQYWDKKKEKKRISYLFGQGKVVNDIRGTIHCNEIPEEKAQDNDSETRSNED
FEGTSEEVHSITSTEQSADITLQERLQESIQTLQDNFNDFTKDFWPRMRSLILDCMENGSKCPDRKDSTHVFEDVEQEQI
DPREHVSNHNEETYINQNVNMTCETKDRSNQSNQSRKRLTGPTGRTYKPTNRTDFIYETRGKKDIIKTQAQTKKTIVYIE
KEDLTQKNIDKGPPKNALRGQKKKKTNGQTTLKNSEELTEKEDPFITYINNTEDNKVMVHIEEVEVKRIRMKVLTQPAFL
NDDVMDAYIQCLRYKEKGIRGDGKAFLEMAIKTGLLNVEGAHIEASEPRDKRWIRDMARDYLAFDMIFLPINIKDTHWYL
AVLNAKRREVQILDSLAKPISKDRPDLRRVKEVKTFRQDLAGILINSELNNIKDRPLLPTTT*                 
>Osat_LOC_Os04g25454                                                            
MGRSLCASSFVAVGLVVLVCSAAAAAAETYVVGDSKGWGFSVAWIGNGCTLTGGPKFIDGVHYFLRVAEANRQRGFICCP
CNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEEEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVAD
DLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYSGCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNK
LPETTYEAKKIVCPLGLEVHKIHTCPNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVDGNKGNARMLRWHAEERQQ
DGMLRHPADVSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQG
SKQPGNDIDVYLRPLVEDLKQLWKKESVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTY
LKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKN
SIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARIDLKHMEQRGDLHPEPKEKGSHYLSPASYTLS
KAEKESMFECLESIKVPSGYSTNIKRIISMKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKLCAFMNAISQK
VIDPDRLEALQNEVVQCLVSFELIFSPSFFNIMTHLLCHFVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASIA
KGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAITTVDNNLFRKAHFTVLQYSSLVAPYIEEHLALVRAR
NIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQKSVVRVDAM
GHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVGYSDEHFVLTNDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRK
IVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIMADRDEEQILYDTIAEGSSQYWNEEEGNEDPN
QYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNY
VRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQK
YILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNRENAAKKKYHHHLGSGGYSVAMPKWEQIEASLIERGIEPAT
ANWPERSMFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPW
KIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCAST
GQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYED
LELDYPGGDAPLLAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPV
SGTSSGKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQ
SLPTQMYKFHQLYMEMSTTGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDT
GFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELID
RAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQL
MGFINEEILDPKVFNYQAGVHNVVAASAAEYRSCRVRNAADAAATAAGSAEVELKEGVNYFICGVPGHCAAGMKLRVVAD
EFPSADTK*                                                                       
>Osat_LOC_Os04g25680                                                            
MGWTWSYVDRASRWIPWPDYFALCKFRFPRLSVAVFYFPSLIPLSPRISLSRFPLFFSSLLVFSARRERDLVGVSACWRG
LSRRYKCSPERTVLSVCMLTGEMPRVQTSRLGKNPIEVDSDGGEDLHVDYEVGNDVDEGPEHGEIDGLFSVVLRKMIVQE
VKKNLVDTSSVNFHNPIDKKSKVHSKTEPSYSRFSTKYFSTVLSSLSPDQQRTIGDYDKVIAINKECVHYILGLPIGGME
FPTDCDAGKSFILSKFGKSALPSVRFFGDKFIRKETLSDDEVITSFLIVAMACFLCPNSSLVPSTKYLTVFENVDELRSY
DWSKFVYEWMMTSIKKIQKFNTLGGCWFLWAVLYLDYVEFGDKNIPIGFPRISHWKNNMITLYSDLDKVDEENFGLRPIK
DFNDTTYFKVVPPENRINTFRDKLESAIGTMLPAFIKEKICSMVVSHCSANHIVDSESCEDIAISIMLLLCEHAGSRDGG
DPDENLIFDNINPGFQPNYAIDVENEIPCDAHNNGSTNKSVASKANETSFRHTPSHDKELGVNDDSVIVSKSVVRFSLSP
NFEKDQGLLTPEVGYANNSNSRFASGPTVSAVAAVRNVANKIKSRLSQLNNDDKRGPLFPDLIDSCEDEAVGYAKSLSCQ
KEYLNPRYVTSSSSQPGISFHCLDNSPIQVIGINNNEGTSRTHCIQNVKKRRFDDVTNSPDVEYLGHSIFPDCCKVLCTQ
TNNLYNAKNMLKSNNLDLSSTGGKLPPHGPRRVLVPSRKFSDPYVLSVRRQFPVSDQEKRHYNAICKLSESSKWHSYDAV
DIDNVRAKFSSFGQSLMKGGIVLSYVINVFCRVLFNNNHPSNSKRHYFFSSIGELLLTDLSCADLSKVKRSFLGAASARK
LHLSDMLFFPIEHLEHWFLFVVDIKDRMLVLLDSLHEKGDPYFEDIECLLINNLQTFWDSYDGSSIDFTTLKKVYPCVPK
QRSCFDSGIFVMKCMELWSSRVVLPNEFSSDDIDNIRMLYANQLFFHPTNKMLQTEVEEVVLNWFNPDQFAGEG*     
>Osat_LOC_Os04g25700                                                            
MGTACKDLHAYYMEKSNARKPNKATDILGEHDGKPFLGPTDYIVVDFKDLFDLYRLRAVDTSLLKCYSLLSWQWCQKNAP
EVAFLDPQVVTVTNLQNDRQGMVNYIYDTLWSRRDKEYIMCAYNQYAHWILLVITPKWSTCYYLNSRIDKNAYDWTLIQL
AIDEAWAQYVQRGGLRKTGHDTLIHKKDFPVKQQIGDQCGFHVCHNMRLLYREKVKTLAEFEVKYDKYLNGCEICEWM* 
>Osat_LOC_Os04g26000                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQSSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELHMQEEVARKVD



ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVVSGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWHRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPAPTPPQDPAPSPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGAAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREIIG
ARIRDTDFLQGDDILWINFTHIYELYQLDAVDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVTMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRQLVRGKWRERLRRKFKFP
CAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRS
LASELAASTTTSKS*                                                                 
>Osat_LOC_Os04g26070                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHI
ITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTIPAGTEDKVKR
WTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVA
MPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQGTFRPDRDRDELT
LALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQ
PTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCR
PIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSPPHDPAPSPPHA
PPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAY
VASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPKQEIEPLVTGKEMT
IEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIGARIRDTDFLQGD
DILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFI
LLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCG
YYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIHRSLASELAASTTTS
K*                                                                              
>Osat_LOC_Os04g26310                                                            
MLETFTLPAGTEDKVKRWTLKKMAARFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENA
AKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVE
ASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEV
ARKVDERMAAHRSHDPQPTIPPAMVSSSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKV
ASGMAIPTDPSGTYHCRPIPAGYSKVEVEVVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPRRQAASRAPSP
PAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAA
KNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLG
EQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATG
REMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARQRRVFDTGFIDPRKVNVAMLDQYPQET
EDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKKSTFDKVFELIDRAWYRFRHLVRGKWRERLRR
KFKFPCAKQKQGTNLCGYYVCEYCHCLANQIITTRELNFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGN
TIHRSLASELAASTTTSKS*                                                            
>Osat_LOC_Os04g26360                                                            
MTTTGTTAAHGWSDGGDGGSRSHGARAFPATRGEGEEVKRQFKPRSPEKKIPIDPSVMNFFRGMSAPVKEAIKLSDYERT
LKKASSGKSKPVPQLGEQPNQEIEPLVTGKDMTIEEFIIDTGLTTDQLLGVEPIEKAELKYMYELGKSLVKPKLVQSLPT
QMYRFHQLYVEMSATGREMIGARIRDLDFLQGDDILWINFKGIYEVYQLDALDVSIMSCWTLFHWVLLFFDLSACTVNVY
DSMDKKESTFDKVFELIDRAWYRLRHLVRGNWRERLRRRFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRM
RDNLTTHKEFIAVVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAATTTTSKS*                      
>Osat_LOC_Os04g26410                                                            
MKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGEDGETHLRDTCHAIILWRRRYIILPGRQAVSRA
PSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPHAPTPTPPQAPLPAPSKSRAPPAPPPTHTRATKKAKV
DAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVP
QLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMS
ATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILFHWVLLLFDLEACTVNVYDSMDKKESTFDKV
FELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLAEQIITTRELDFIRMRDNLTIHKEFIVA
VQEQLMGFINEEILDPKGEFYYDGKTIHRSLASELAATTTT*                                      
>Osat_LOC_Os04g26650                                                            
MEKWFTFPAKAKDRLKRKAFQKMGKAWKNWKSKLFTEFVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRV
LQQRNEHPHRLGTAGYIGKEAIWAQEDAAAAAVNVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGL
VAEQASQSEVESVPKRREDDILTKALGTKEHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQE
LEASMNARVEERVNKVLADMNIPRVTTPAVQPTPRVQYDASPHSIGVVVHPQRCRPLGAAQCVLLARVHPTFAPEVAEGM
AFKPSVIDKVHGADLLARYAMVSIDTVKDTWSGYPLPVPPNDEIMTLGDACKTFIQWPKEDIVVKMTPRPSRPTELTPPK
SKLSIEAPRGPALSVPHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRQRGKGKVGELAPEPKRGKAATSMPVS
KSGKVVRAPAQFELGMPLVEDNVLAVMGIACRDLHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLF
RIRKLDTGLLKCYSLLCWIESRRHGNQVRFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVI
IPKWSRVTYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVK
DFDPEVVANGE*                                                                    



>Osat_LOC_Os04g28590                                                            
MDPLSTACVPEAEVIDLESAECRSGATMAKSMGHSSGFHPKQQGHRKISLSPQSKRLFHSGLHTGPCYEEVYTALLHREA
LKVSGTRGSLNKTAARVVSRCQPKCVVNIIKEFDDRKKELIGEVGFDGLLDIKLTKVNRQFGAWLLRKVDPKSCAIVKDV
NQELPFGPNDVNAVFGLPCSGQPIIPCSQDELDGKKQILCEIFEIPNFSHLKISLLERILKKQYGYPMTIDEKRVFMAAF
VLYVTTKLLAPQSCANFISPRYIMAVSDVDNIKQYNWSQFVVDEVKKAAESMPTCFPNKAQLSINGYIIFLMVKYLRNLQ
FRMVGITCVKTCHISQFEDDQIARMIQQDVVSKHNPGFPFPRYGKLQLMKEPRENNPHVPELSPLNLCSGSKIPSRAIDG
GKNLIKFLESHFSSLDVRGTVGSQAYEELKSYVQDGFDRIDEILPTISDFVDISTMQTAIHASNLFKRAFKTNITAAVKI
AIRAAVTKVIDTIEDIQGPLHPWGDTTAMGYHTPTNYSTHATKDASQLDQPTDTQQYDHKIGGLQCTPPKSNGAPEFGSD
GQKKRKYTVENPPSHLLKHKSKRVVKPNRKLMSPFMSKQCSTERLESRIADDLYSYIMSISDDASLEKTWLQSSHPFRIS
LTLRNIQETIKIGSQMDSDSLNLAIRIMFQQEVERFHNTNYLGWRHFINQDFGMYALAGEEFWEASHQLAHFSGPEVVYD
VSESHLILIPVHLFNHYVLYVFNMESKKLSVLDSLNTEDPLGESRFTRHDKIKIMVSQCVMECMRLASPGWNMDILNWDF
ETVENIPEQQNGDDCGFYVFNFMVNYDGRRLLNPITEDPYYLRRQFLIHLLTLRDNEAILPEYVVDRLRQIKDN*     
>Osat_LOC_Os04g29440                                                            
MPRAAPRRRRAAAPPLCCRHTENVNERTNVNENKMADRDEEQILYDTIAEGSSKYWNEEEGNEDPNQYLNEEGNVERDAE
GNQEGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEDWHIITEVEEDGRPSAPAEAAKNYTFTLPAGTEDKVKR
WTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTADGSLVFGDQIREAVRRLTDAVEASSQGTFRP
DRERDELSLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSNYERSMQEEVARKVDERMA
AHRSHDPQPTIPPAMVSPSRNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTD
PSASYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWCRRYIILPGRQAASHAPSPPALPSPPQD
PAPSPPHAPAPSPPQAPAPTTPRAPTPTPPQAPLLAPSKSRAPQAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYV
ASEVKKQFKPRSPEKKTRVSGTSSGPELVQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILLINFKGIYEL
YQLDALDVSIMSCWILMEIQRARRRGVFDTGIIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLL
LFDLSACTVNVYDSIDKKESTFDKVFELIDRAWYRFRHLVRGNWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLVDL
IITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEQILDPTGEFYYDGNTIHRSLASELATTTTSKS*           
>Osat_LOC_Os04g29910                                                            
MKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPRGDGETHLRDTCHAIILWRRRYIILPGRQVASRA
PSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVD
AAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQ
LGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSA
TGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQ
ETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERL
RRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYD
GNTIHRSLASELTASTTTSKS*                                                          
>Osat_LOC_Os04g30590                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNMERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTLNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDNEAKIADLEFRVSSYELNMQEEVARKVD
EHMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPIDDITQRTPCELHIPLKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHIRATKKAKVDTAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKS*                                                                  
>Osat_LOC_Os04g30860                                                            
MGHRKRSKVDISSESNSDNDCSLSSDNHDGDVHLSNHDESSDNHDQHFEENDPLLHLTKEELMKKLKIKLGKRPFTHDHK
KKRQKVESDSIIDDALLEIHNDLVLHSLKMKLSMLGEQSENKRKTFEKDNKCEEVFTRFNVKYFSEVINNLSVHDKEVIG
RTCFKSLLNFQSSFVPNQFASWIANHVDVSSSDIVVDDKVIPLTEDCVHIILGLPVGGIEISSNFELGKNKILETFGKSA
MPSVKFFGDKFIKGEHMTDDQILISFMLVSLNCFLCPNSSLAPSNKYLSAFENIELIDNLNWSKLIFDWLMKHIRKLEKS
KSLGGCFYCLAVNYLDYVNFGLRKLPLDIPRINVWKGNMIKEFSKFDKKSKGVYGRRPLKDISSTCYKMIDTVASSDDVP
KKHNNTSFFEMVDSSIPNMLPVDIKNKIHGLLVHYFGNEDDMADERPKKLLVDVLALLADASKSNADTNLSSEVDKLSKS
CNPTDQNNDEKNDVTSAHSPKDNMDNDIDDNRNANNKEEIDNVHVAKIMKKLTKEGQEFVTPVNCNPDCNIPSCLAPNKA
KSRIVGFNNREPVLSDDDFPKFQIWDPADDIDILNNEVTPVFNHNEKYVVPDSFSPTPAKQAIKKLISTKNLSQTLEDNI
EDCVNCSDNEDKENVDTAQQFIKQNSIKKESPDCVIHGERKFSEKCVDLSNQADILYNRLNRVVKIAPEICNESYRSLGR
VLLCNMSKSIGHYSQSKSQKDLRRIINPAKYCTDPYTPERQSFQFLHICKFCTITAVKKLLILMEFTANSHLLVLHSNKN
DLMKHPSKTNFGMVQKSFSGASLARPIETCDMLFFPILHLRHWFLFVVDLKDETFVFIDSLFEEEEDYQYNARCRLISNF
SIVWRKFVPEHPINFASFKIIYPPRPRQTNRIDCGIFTLKFMEIWRPRVMLTNQFSQKDIPNIRIQYVNKLFFHPCNIVL
NSTTKKLVTDYYAKG*                                                                



>Osat_LOC_Os04g34850                                                            
MNENERTNVNENKVNERERERCRTNVNEPTNVNVKCNYRQVADRDEEQILYDSIAEGSSQYWNEEEGNEDPNQTRARGDH
ESFVLDSEKEMLWTTMLETFTLPVGTEDKMERWTLKKMAEQFQSFKGELYKKYILKGQTPNFDTFPKLRDHRDEFVAYKT
GEQGQAMMERNKENATKKKYHHHLGSRMRSKRDTEAKIADLEFRVSSYELSMQEEVARKVDERMAAHRSTDPQPTIPPAM
VSPLGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVVSGMAIPTEPSGTYHCRPIPAGYS
KVEVELVKGAYEDLELDYPRGDAPSPPQAPAPTPPRAPAPTPPQAPLPTPSKSRAPQAPPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRRPEKKIPIDPSVMNFFRGMSAPAKEAIKLSDYERTLKKASSGKSKTVPQLGEQPNQ
DIEPLVTGKEMTIEEFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVNPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFKGIYELYQLDALNVSIMSCWILMEIQRARRRGVFDTGFIDPRKVNVAMLDQYPQATEDNIV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYQFRHLVRGKWRERLRWKFKFP
CAKQKKGTNLCGYYVCEYCHCLADQIITTRELNFIRMRDNLTTHKEFIAAVQEQLMGFINE*                  
>Osat_LOC_Os04g37870                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNQDGSITFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLQQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os04g40240                                                            
MAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLEVDYPGGDGETHLRDTSHAIILWRKRYIILPGQQAASHAPSPPAP
APSPPQAPAPSPPHQSPVPSPPQAPTPSPPYQSPVPTPPQDPAQTPPPAQTPPQAPASCPPAPSKSRTHQAPPPARTRAT
KKAKVDAAENKEPPYDCTQQELDAYVEAEVKRQLKPRGPEKKIPIDPSAKKFFRSMSAPAKEAIKLTDYERTLKKASSGK
SKPVPQLGEQPNQEIEPLVTGEYFGIQEFINDTGLTTDQLLGDAPIKKAEVKYMYELGKSLVKPELLQSLPTQMYKFHQL
YMEMSATGREMIGVRIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILFHWVLLLFDLEAYTVNIYDSMDKKES
TFDKVFELIDRAWYRFRHLVRGKWIERLRRKFNFPCAKQKKGTNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLITHK
EFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASELATTTTSKS*                               
>Osat_LOC_Os04g41599                                                            
MDRQWMYADRRSKEFIDGVHHFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLIKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLV
EDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKVVYMGHRRFL
AANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRH
AIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKV
PSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKICAFMNAISQKVIDPDRLEALQNEVVQ
CLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKNSLHRGALGSSSRKEHRTYGNLTMVNGYTF
YTRAQDMKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYS
DEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTP
YSRSDHKEGTIMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQ
PSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTED
KVKRWTLKKMAEQFQSFNGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTANWPERSKFWYYAHGGTLNPADGSLVFG
YQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADL
EFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRT
PCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRY
IILPGQQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPL
AHTRATKKAKVDAAKNKDPGYDCTQKELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLK
KASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQM
YKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPR
KVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRF
RHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINE
EILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                              
>Osat_LOC_Os04g41670                                                            
MADSTKGTEEKGLGEQEQSLAVVVAPEPTVPPEGSSDSDVADEDEEYSSPSDPCSSPSPKRRKKDDGEEGDKDYIPPKEG
DWDHVSNGDKEVIWKELKKIFQFPDGSEAAVRNCALQTMAKSWRGWKTTLNKKFVKTGRTPFSTYANITPNQWDDFLTSK
NSPEEIQRSQKYAELAKKNKFPHRLGSAGYAPKVEQWTKEEEEMRKKRQLVPMEEWTQRSRNWHGGRVRGVSSKMSWKEG
FKNDPHKKREAYKDKLRDEGAAEFEWQMMDFCVKHMLLPRPETKEPEPDYPFDDLKENTPCRLHVPIGRSGKTLEAATTI



VIPGRTYNEEFIPDAYVKVQPQVVHEGFESYDIDFPTTDGVSVLGDAVDLVILWHKNDISFGLGTDATQKPVVPKPGLGK
PPGPPKRKVTDKAEEPEMQKENPVPEVLPEIALPEKAKEIAPPEAAMEIPVPDVPMEITVAEPEVQFVASVGSEIEEVSG
LEWDGTEPEIFEDPSPAKDPEVQETTVPEKATTSSEVPRVLRSHDSKSKDENREKFMVTVFRGGKEHAKLRDDDPQKAAE
LAGPTYFAIDDCPEKYEHGKAFLPEWALKEGPWEMTRLHTFYMEASKKGLGNITARSPADCFDEEGYVWLDFSDLHAIYR
RDKMDVNYVGVWCIMQYMDAKKKKEHIGFLDPTRICQTQHTMRLAPGSDQLKSKNPKEIAEYKKGLHKEKLITVAQYIGR
AFLHFQNKRVVMAAYNFNDHYICLLIHPKDGTVVVLDPLDYSHKQYKEFLIILQYAYQYYKFKGGEQTRIREKLLCHKQP
RGTVLCGYYACEFLRVNGRYRTNAEDLPRLECRTSFDDTGIPNVQRDLCHFIHHECCHVKEDFFDPEGVPATSDEFKDLR
EWNTAMP*                                                                        
>Osat_LOC_Os04g43590                                                            
MNVNENKRTNVNEPTNVNENERTNVNENKVNEREREHCRTNVNESTNVNMKCNYRQMADCDEEQILYDSIAEGSSQYWNE
EEGNEDPNQYLNEEGNVESDAEGNQEGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSA
PAEAAKNYIRHSGWVVRDNVPVSTVYWRRTKAHGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKSFKGKLYKKYILKGQ
TPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEEMEASLLERGIEPATANWPER
SKFWYYAHGGTLNPADGSLVLGDQIREAARRLTDAVEASSQGTFRPDRERDELSLALQTPEHPGRTRGKGVIPWKIGFKE
DIHTYRSRMRSKRDTEAKIADLEFRVSSYELSMQEEVARKVDERKATHLSNDLQPTIPPAMVASGMAIPTDPSGTYHCRP
IPAGYSTVEVELVEGVYEDLELDYPGGDAPSPPHAPAPTPPQAPAPTPPRAPTLTPPQAPLPAPSKSRAPQAPPPAHTRA
TKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVMNFFRGMSAPAKEAIKLSDYERTLKKASFG
KSKPVPQLGEQPNQEIEPLVTGKEMTIEEFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQ
LYMEMSATGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRWGVFDTGFIDPRKVNVA
MLDQYPQATEDNLVHLLKAQHYKTIILLPYNTEFHWVLLLFDLSAYTINVYDSMDKKESTFDKVFELIDRAWYRFRHLVR
GKWRERLRRKFKFLCAKQKKGTNLCGYYVCEYCHCLADQIITTRELNFIRMRDNLTTHKEFIAAVQEQLMGFINEQILDL
KGEFYYDGNTIHRSLASELATTTTSKS*                                                    
>Osat_LOC_Os04g43900                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASVEEDGRPSAPAEAA
KNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDL
YQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIE
PATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGV
IPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSC
ASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAA
SRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAK
VDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPV
PQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEM
SATGREMIGARIRDTDFLQGDDILWINFRGINELYQLDALDVSIMSCWILIEIQRARRRRVFDTGFIDPRKVNVTMLDQY
PQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRE
RLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFY
YDGNTIHRSLASELAASTTTSKS*                                                        
>Osat_LOC_Os04g44640                                                            
MGLCFSKKQQVRRRREEQQQPPCHEARKAGGGKKAGAKEVAIVPEAAKKAPPPRKAVPKAEEPAADKRTVFVVKAAAAAA
AAEVAASASGEAADEEAKRPAPEEEEAKPVVVSRVPVRTSSCTKEEVDAILIQCGRLSRSSSSSGKVASGEGGGGHRRYS
GSKRSYDFDRERRGGGGGGVDDDCDWERQGAAVSRPSPRRRTPERKRSGSHERSGGSGSRRVSRSPGRRADSVPATASGE
RASRQQPGKMVSVPAREKGRAPSPVPAASGKRYPSPRSNSPARAGAAGNENAAAQLAHGPSLSRSSSRKAEHSPYRRNPM
AELDENTLGNHHSCNNNGRPQKKPTESGGALPQKVAEWAKDQVAASRTAAKEKQEIVEVPVASSDTKGGNSGRMKATHSV
SIVAESVVNQKGRSSRRSSHDFDNNGNSYASLLLEDIQNYHQQSTGSAAAPAPAFSLPACVSKACSILEAVADLNSSSSE
NKSFELDRSANDKCSANGRYGDGKVAGGGTLVVESEVVVKDDLMEPSLHKYVSVRDIRGEAEPQESAGSNSFAGNAWTPS
WEPSSVDSTDRTWTASQSNNGDEVEQLSSGAVSPLELSWQGKQKLPSQEPSGGGRSRVGPTGNAQRGRSAHRGGGGAVNA
RSDVRAAPVPAQGDVASLFRSMSRSQSTCRSDLLTGKMPRVQTSRLGKNPIEVDSDGGEDFHVDYEVGNDVDEGPEHGEI
DGLLSVVLRKMIVQEVKKNLVDTSSVNFHNPIDKKKSKVHSKTEPSYSRFSTKYFSTVLSSLSPDQKRIIGDYGFNSLLM
FDNAYVPNKFASWIANHVDVKSSQIVLKDKVIAINKECVHHILGLPIGGMEFPTDCDAGKSFILSKFGKSALPSETLSDD
EVITSFLIVAMACFLCPNSSLVPSTKYLTVFENVDELRSYDWSKFVYEWMMTSIKKIQKFSTLGGCWFLWAVLYLDYVEF
GDKNVPIGKNVPIGFPRISHWKNNMITLYSNLDKVDEENFGLRPIKDFNDTTYFKVVPPENRINTFRDKLESAIGTMLPA
FIKEKICSMVVSHCSANHIVDSESCEDIAISIMLLLCEHAGSRYGGDPDENLIFDDINPGFQPNYAIDVENEIPCDAHNN
GSTNKSVASKANETSFRHTPSHDKELGVNDDSVIVSKSAVRFSLSPNFEKDQGLLTPEVGYANNSNSRFEHFRSASGPTV
SAVAAVRNVANKIKSRLSQLNNDDKRGPLFPDLIDSCEDEAVGYAKSLSCQKEYLNPRYVTSSSSQPGISLHCLDNSPVQ
VIGINNNEGTRRTHCIQNVKKRRFDDVINSPDVEYFGHSTFPDCCKVLCTQTDNLYNAKNMLKSNNLDLSSTGGKLPPHG
PRRVLVPSRKFSDPYVLSVRRRFLVSDQEKRHYNAICKLSESSKWHSYDAVDIDNVRAKFSSFGQSLMKGGTVLSYVINV
FCRVLFNNNHPSNSKRHYFFSSIGELLLTDLSCADLSKVKRSSLGAASARKLHLSDMLFFPIEHLEHWFLFVVDIKDRML
VLLDSLHEKGDPYFEDIECLLINNLQTFWDSYYGSSIDFTTLKKVYPCVPKQRSCFDSGIFVMKCMELWSPRVVLPNEFS
SDDIDNIRMLYANQLFFHPTNKMLQTEVEEVVLNWFNPDQFAGEG*                                  
>Osat_LOC_Os04g54670                                                            
MEVLLLIMGGDQARYRLNQFADLKKTLSDTATKTIDRLGFGSFLGINMEMLPDKQFAIWTASLCKPAKVQNKDVVVLDLD
PKHPLVISQEALHILTGLPMGQEDVPENLPASTTTVKEALSAASGKSNNFVLADAIKASENARDNNDHMLQVKLFIGVVF
NFAIFTTTSLYFTAESMTAVSEINKLVKTNWCEKLIAHMNKCLKTFHSGQKVSSPVSFVLFFLENINFTATTEENDIETP



RLNHYTEEKVISMIDAIKKGVKLKDWKDTVFGQQEILEVQANDIEYIENYKQSVKKRRGNEDQDQGPWKKISKGHLKKTT
SKDQGLLKKGIATKKRKVEDQGPLKKTIRSNKESNDEINIRADVGRDVLRQYKEHVLDRTQDKIKINILDHEVSERNYVE
CFKQQGYMNTSIMFIQCALWNQEWKGQAMDKVILSQKAMYELLDPEHGTSTLADELGQQANLCKIIVHRTDKIFIPVLHE
EHWFLIVISRKKDTIYILDSLPCKSREAVICGILETLQKLGKESIAGSQYICEVLDVQRQGNNYDCGFHVLLYIKEFDDT
QAVQICEINKDMVEKIRIETAVDLVNHKLNKRDEEEKISYDDDDDVELVDEKFSYSNFVLSSFLHRDRDDAGLDDAGFDG
GEIFGGSSSPVVDPSENQQERAASREDSKADMNENQQERAASSPGAASRENSQAGASAVYSTPKLDGSGNSGVDPLQKNT
DNQNKRPASGEAPKADMKRTAKPDKLYCRRQPKEKAEEEPVSSAVQEEPKEKPEELVSSAVQPSSTQRPRRTADPFGHYK
PTRQLLKGEILELVHQLAIGCKEQVILEFEEISMTGSRLEQSLQGGADARDLIILLMKVLDKYPYNQRKRIFLSPVEKDG
QDLEKMIVDALPVLRSGSRTTTLKETTIYCPVLFQGEWIVACCVFSSSNQVHVFCHKDTLASVKPFCIDLGAKANSALKR
CGYNQVKFPDRKVAYTGTNIKVNDSAFASMYFIENFGTSGEIHFNRFLEKNDEVKDEFIKDVKLGLLPEEYLQMHSSRQP
RNKKCGIQKRVFPTSLSPAWRGCRVRNRSFASGPQATSRARGWAEKEAAPKDRANGAMSGKLHRAPEVDLQPPSPEIPSQ
GISGSDPSHGQSGSGQSKATGSSQPRGGAQKSHTRPNLKRPSGGTRPTAGVRSGDAPPEGGSGTRAHAEHYPGSGGEGRR
GSRAGAGGGLEPEVGAEAEGGPEPELEAEAEVGPEPEVGLEPEVEAEAGPEPEVEAEAESTRGPEAGGERDSHSPWRLGR
PRGWSHKRGAESSPESRGGSSSTPSSRGRTAAFSSPTPASMEPLLQVLAAADSTEGHRAVDDMVKVGRKMRQAQLAKIQA
REEVLDSIMRETEEERQAALIASSVLNEALGDIRLQYEAHAEDLAKRIRDACGVLDAAAAHERRASEAEASLQARTTALG
AERKALDDRARSAQELEATIRRWIEVLDRNQREQKTCGEEQTGRAQELEERARLLDQRESTLAAHERTAAKVEASLRLRE
EAAAERDRITLAAKASADRRAEELRLREEACREQDAALAEREAEVSHRDVASFWLSEQLASREEAVAGCEARHLESARAE
RAAIAAKASELEAREKDLTASGPDMTRSWRASLPQFGVPSPTWSAWCRIRLGRLRPSASPTSSGPGSSPTQSTGWSARGV
ESASPRAGIASFRPHSRHSRFCWTG*                                                      
>Osat_LOC_Os04g54680                                                            
MEAAGSTRTASEEGAAAAMEAAGSTRTASEEDSGASARVTALTNDPDTDELTVKWLHENMEPLRGGDQARYRLNQFADLK
KTLSDTATKTIDRLGFGSFLGINMEMLPDKQFAIWTASLCKPAKVQNKDVVVLDLDPKHPLVISQEALHILTGLPMGQED
VPENLPASTTTVKEALSAASGKSNNFVLADAIKASENARDNNDHMLQVKLFIGVVFNFAIFTTTSLYFTAESMTAVSEIN
KLVKTNWCEKLIAHMNKCLKTFHSGQKVSSPVSFVLFFLENINFTATTEENDIETPRLNHYTEEKVISMIDAIKKGVKLK
DWKDTVFGQQEILEVQANDIEYIENYKQSVKKRRGNEDQDQGPWKKISKGHLKKTTSKDQGLLKKGIATKKRKVEDQGPL
KKTIRSNKESNDEINIRADVGRSMFSTELKTKIKINILDHEVSERNYVECFKQQGYMNTSIMFIQCALWNQEWKGQAMDK
VILSQKAMYELLDPEHGTSTLADELGQQANLCKIIVHRTDKIFIPVLHEKHWFLIVISRKKDTIYILDSLPCKSREAVIC
GILETLQKLGKESIAGSQYICEVLDVQRQGNNYDCGFHVLLYIKEFDDTQAVQICEINKDMVEKIRIETAVDLVNHKLNK
RDEEEKISYDDDDDVELVDEKFSYSNFVLSSFLHRDRDDAGLDDAGFDGGEIFGGSSSPVVDPSENQQERAASREDSKAD
MNENQQERAASSPGAASRENSQAGASAVYSTPKLDGSGNSGVDPLQKNTDNQNKRPASGEAPKADMKRTAKPDKLYCRRQ
PKEKAEEEPVSSAVQEEPKEKPEELVSSAVQPSSTQRPRRTADPFGHYKPTRQLLKGEILELVHQLAIGCKEQVILEFEE
ISMTGSRLEQSLQGGADARDLIILLMKVLDKYPYNQRKRIFLSPVEKDGQDLEKMIVDALPVLRSGSRTTTLKETTIYCP
VLFQGEWIVACCVFSSSNQVHVFCHKDTLASVKPFCIDLGAKANSALKRCGYNQVKFPDRKVAYTGTNIKVNDSAFASMY
FIENFGTSGEIHFNRFLEKNDEVKDEFIKDVKLGLLPYLLNHKNNTGTVPNEISELIKKNKRT*                
>Osat_LOC_Os04g54890                                                            
MDPLSTACVPEAEVIDLESAECRSGATMAKSMGHSSGFHPKQQGHRKISLSPQSKRLFHSGLHTGPCYEEVYTALLHREA
LKVSGTRGSLNKTAARVVSRCQPKCVVNIIKEFDDRKKELIGEVGFDGLLDIKLTKYNWSQFVVDEVKKAAESMPTCFPN
KAQLSINGCIIFLMVKYLRNLQFRKVGITCVKTCHISQFEDDQIARMIQQDVVSKHNPGFPFPRYGKLQLMKEPRENNPH
VPELSPLNLCSGSKIPSRAIDGGKNLIKFLESHFSSLDVRGTVGSQAYEELKSYIQDGFDRIDEILPTISDFVDISTMQT
AIHTSNLFKRAFKTNITAAVKIAIRAAVTKVIDTIEDIQGPLHPWGDTTAMGYHTPTNYSTHATKDASQLDQPTDTQQYD
HKIGGLQCTPPKSNGAPEFGSDGQKKRKYTVENPPSHLLKHKSKRVVKPNRKLMSPFMSKQCSTERLESRIADDLYSYIM
SISDDASLEKTWLQSSHPFRISLTLRNIQETIKIGSQMDSDSLNLAIRIMFQQEVERFHNTNYLGWRHFINQDFGMYALA
GEEFWEASHQLAHFSGPEVVYDVSESHLILIPVHLFNHYVLYVFNMESKKLSVLDSLNTEDPLGESRFTRHDKIKIMVSQ
CVMECMRLASPGWNMDILNWDFETVENIPEQQNRDDCGFYVFNFMVNYDGRRLLNPITEDPYYLRRQFLIHLLTLRDNEA
ILPEYVVDRLRQIKDN*                                                               
>Osat_LOC_Os05g03080                                                            
MDDVRRLDGVDQDLLLCVEDDVVATTTSDDGAWADDLEERAENLERENAFRRGEQRATTISSSSTEGHFAAAAILAERCE
GDSLMVHAKDSDEIFVDSTSSYSQSSENDDVISDSEDSKTSCDEISKEELLRSLKLKLNKKKVSVDCNLKRKRSETTEVD
FKNQLDSALLEIFRDNVLIGMKRKLYCHKSKKKSVMTDATEETKLTRFSVKYFSEVLEKLSKRHRDIISKSCFKTLLLFE
KCSVPYRLALWIAQKVDVNSCDIIVRDKVIPLSKESVHIVLGLPVGGLPISSNSEIGKQKILDTFGLSSLPTVKFFGDKL
IRNESMSDDQVLISFMMVSLNCFLCPNSSIQPSTKYLSAFADLTSIDKLDWSNLVFEWLMKHLSKLEKSKSFGGCLYYLV
VNYLDFLNFGMRKVLQDTPRIKVWKGTMIKKFSKFDKISKGVYGKRPIKDFSESCYKMIETGTAKATFLQRLDSAIGVDL
PQEIKKDINELLLHHLGPDENCIDDRVKNLLIDIFDLLSNASKPSVPDNTDFNPSEDDKNKLNDGSIINEANICETPKIH
STCDDNAILNEQSPMLCKDTKTPERSCSEKDKNSDVDGIMRKLCKPGMISSPPKITKARFVGFNERKPIYFDHEKPQFQI
WDSDDDNINQEDNLRSEVTPRHGLKSSKIVPDSYSPACPTELNKTKIIPLDLSQNLYDLSQNQENNSENEDQLIMVTLED
SETQSQHNEKENLPVQQQYTKTTENKKDSPEVVFLGERQSTENCLDITSKTNVLYNKINTFIVNPDKKLKMCTASPERVL
LCNVDRNVGQCSSSQKPQHDLRRILQPARYSTDPYSPEKQSFCVTAYDRQLYNAVCKISKSSFQDKVVVDIDGVHCKFFT
FGDSFKPGGELSNFDDLLKERSATNFSVVKKCFDGASLARPVHSCDLLFFPIVKNRHWFVFAIDLKAQRFVFLDSMYDED
SIYHQQIRPKLISNFSLAWNLYVKDHPIDFNNYTVIYPPVPKQTNRFDYGIFTLKFTETFTNYWMITSEGVLKI*     
>Osat_LOC_Os05g03270                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASDSQPSVGQKRARGQ
RGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF



TLPAGTEDKVKRWTLKKMAEKFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTLEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQQTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDSETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPIVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGTEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFTHIYELYQLDAVDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLV
HLLKEQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRQLVRGKWRERLRRKFKFP
CAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRS
LASELAASTTTSKS*                                                                 
>Osat_LOC_Os05g03950                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHMERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLESRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNMPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIELATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTSEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPALPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSAPVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLI
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGTNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRS
LASELAASTTTSKS*                                                                 
>Osat_LOC_Os05g10230                                                            
MPATPPLTNENENDRTNESENEHVNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVER
DVEGNQEEEASGSQPSVGQKRARGQRAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFT
LPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYH
HHLGSGGYSIAMPKWEQMEASLIERGIELATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGT
FRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDE
RMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGD
GETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTP
PQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRG
MSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVTPIEKAEVKYMY
ELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILM
EIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYSTEFHWVLLLIDLEACTVNVYDSMDK
KESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELNFIRMRDNLT
THKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELVASTTTSKS*                           
>Osat_LOC_Os05g10270                                                            
MASDSTSSDDECSSNSKSDNKVADSNYANSISEEEETSDSEKYITKKISFQDRSKGKEVGQTNQKPVRRQKQKRTKLQYD
QDKSGSAESPKPRSRLNITYFSNLIEGLSNEQRCAIPLSFVKWIASHTDVSCSDIVVNGRSIPINPNTTNFILGIPNGGL
EIKHDNDAGKHFFHQHYGSTKPLISFFGTKLLSDKGVNKLSEDDVLRCFMVIIYLDFKDFGIRNILIGPPPRISVWKGGM
IKEYSKMDECKTGDFGKRPIKAMEKLSYDAICSGARCIQQQGNNSNMSRSDALQQYHSKSFNPRLIDDISTVCKWFTREY
SDTTYGKNAQLAAKRLKATQPISTQPDKEESNKDDLFVEPIYTIPAKKEEVQPTKDLESNSTEFVIDIEGSHNRSHNEFL
YEEEPSDNINMVEQRAQPQINNEQSSPQTPLHINITSARTPATKQVIQISSQPSPDIGNNSPRIAQMREPNQHAQTEERQ
YSMTRIIDSLNASGNCCGTRHNLYRPKRIVHLSKYKSSPYDNYTRHQTFSAAELNHYNNILSIGETQQYKYKFAVLMDNV
KVTWSSLSKSLSPRGVVDTYVLNAYAKKIANDQNNKENEYRNFYFFHRISVYFLKNWEGVGKEEDYENCARQTFTFARNK
KPLHYYDLLIFPCLYDNHWFVFTVDIKGHHFVFLDSIYDENSKYDKKIQGLLIPGLIAMWEEFLDVEKDFSKFDIQHPPI
TRQNNG*                                                                         
>Osat_LOC_Os05g11770                                                            
MNQPEVNGLLCVGLHQTDGGDELYATECLKMNQGSSHETNKLDAVMSASTMHSDHNNANACVDDYQHTKMMAGIQPMEEV
GFGCTQPFELQSQGIVPDSEEESLPSSPETSSTSNYDMPDLAEQNLEHIYNVLGEMVDKEGPVVLSPEYVMCGTTSHVEP
RLTFSADGFKIEYWDSCENDEMAAQYWKISDITCIDCKWAQSVGSVLITLHVGSGTETGNSSHDRIQFCLIDSQWPRKQQ
NIWHLASRYQEIWNNIPSGDFASENWNIEPSLFFPKQYFSDTEEFEDVIYPKGDHDAVSISKRDVELLLPETFVNDTIID
FYVKHLSTRIEPAEKHRYHFFNSFFFRKLADLDKDQGRAPEGRAAFLRVRKWTRKINIFTKEFLFIPVNFNLHWSLIVIC
YPGEVETFKDGDTNISAKIPCILHMDSLKGSHSGLKDIIQSYLWEEWKERHPESASDCSDKFLNLRFISLELPQQDNSFD
CGLFLLHYVELFLMDTPRSFNPLKIDSFANYLSDDWFPPAEASLKRSLIRKLIHKLLKEPSQDFPKLVCCSEQLDKTHGS
ENAELEQMSENAEREQAKELPAQMCTDGEPDSVGTILETQQPSISTCFNYSDENGPPVSVHNLHKLEVSSANKDAIVCLS
NHDEKNESPPADSYNHLDLRSCDSEEAETAKGSAGVVKDPNSHKEPLLDSLDNNQDISIQAGAEMHDSMDSKLCSISNNA



DLMASEERSLDKNTNENEEHNRTSEDIVESVMMLGGSKSDTELDAEPERTAGEAEVRNCDHSKDIDYIALGDINKDAAKQ
SLNRNIVEAEDIKCEGTLVDHTVVEDATPYNVNETSASADKINDNEHNVSSELKEGNNGNGITTSISCEMEDRSIDNLMV
GDSRNGTDETRADGQEAHDNSATAETVPCEDNATTSITDAEMPHEDSTCSVKGEAISDNTASDAKRPLPDSTYIEDIPDD
KCLQKDDGGGDEAKTERHYKRRKFLVSEATS*                                                
>Osat_LOC_Os05g14000                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTANWPERSKFWYYAHGGTLNP
ADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRD
TEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCP
VDDFTQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPILAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHA
IILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSK
SRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIK
LSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPE
LLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMNCWILMEIQRARRRRV
FDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKCAK
QKQGTNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLAS
ELAASTTTSKS*                                                                    
>Osat_LOC_Os05g14080                                                            
MTYLFSFLFTLSLSLRSPLLLCERQGIDVDEGACGGDRWWMAVTAVGRSTGTQSDKNMECSNVQTFNESKPLLHNNQIYN
YLPQDYDMTDDDICAQITIETSSSTDVLVKINDIAPKQDQLLPILDENEYLDDNIYIPVNIENNHWYLAVINAKKREIQR
IM*                                                                             
>Osat_LOC_Os05g14460                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGQHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAEYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDATKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRG
IYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFH
WVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRQKFKFPCAKQKQGTNLCGYYVCEYCHC
LADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*      
>Osat_LOC_Os05g15540                                                            
MPPPPRHAAAATAPQRHAAAAVATPPPRRRANRRPDAATPPLTNENENDRTNESENEHVNENENDRTNESENENDRTKTS
ENEGTNMNENKRTNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDVEGNQEEEASGSQPSVGQKRAR
GQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLE
TFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKK
KYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASS
QGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARK
VDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASG
MAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAP
PSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPTPPPAHTRATKKAKVDAAKNK
DPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQP
NQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREM
IGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRQRVFDTGFIDPRKVNVAMLDQYPQETEDN
LVHLLKAQHYKTFILLPYNTEFHWVLLLFDLDACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFK
FPCAKQKQGTNLCGYYVCEYCHCLANQIITTRELEFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIH
RSLASELAASTTTSKSLLARTYNGL*                                                      
>Osat_LOC_Os05g15940                                                            
MKENIMTNSSFDFQKPPVKKKKAHANTESSFTRFSVKYFSEVVSSLSDYQKSIIKKFEFDFLLMFNSSYVPIKFATWIAN
KVDVRTSEIIVKEKIILVEYLLAKIMNVAGNASFLCLVLYLDNVDFGSRNVDQSCPRISVWKDDMISTFSELDKIDENTF
GLRPLKDFQDTCYFKRDSTQSRSVIIQDKLDSAIGSMLPDFLKHEISEMLSSHCFSHHLVDSESCEDLVVSILSLIAKAS
GSDAVQDQNESDILHSQVNTEAGPSNFQPASPKDIQFDVPPINCSSLRSAPNIRSLRNDEPFDKSALKSIEKDCPSLDRI
AALYGSSVNCDDGNNNESIHINDITVVINGSGNGIAPSFAASQPVATPDVGYLRNINNDMNQSNAGSSVAAFSLVKNVAN
KFRSRLTQLNSRAAIFGEDRPSFRLLDSDDDGFIYFHSVEDTPIEIIRGYENVGTKERTNCQNPNKRLFQDLTNSPDIQF
LGESKFADCCKKLCSKSDEIYNSSNNLSTSTQDFNSTGGKIPIHGPRRVLILARHATYPFVTEIRRFPITDEEICYYIVF
CRLADSSKWQSYDAVDIDGVKEKEKLPSNMSSTSVMEKLEKSFVGAGKARKLHLCDMLHFPVNFNHHWFLFVVDIKDRML
VILDSLHNEGDEYFRPILSQLFR*                                                        



>Osat_LOC_Os05g17050                                                            
MGGGGGALLSTNKFDGKGGGRLPMAHAATMVALLFSTPCIVSLSPSLPPVALLSTVARHGLLSGTGHRELGVRSAAATVA
AAQAQQAPKTDPAEGKCPLLRLNFYAVAALNTILGRWGKKASSEWNISGEPCSGYAIDKTDWDYYPNINPFIKCDCTDSN
NTVCHITKLRVTKLDVVGQIPTELQNLTHLVDLYGYILGYKEYFLRFTMNFNYNYLTGAIPSFIGIFTSMKYLALAMNPL
SGPLPKELGNLTNLVSLGISLDNFTGGLPEELGNLTKLRQLRASDNGFIGKIPDYLGSMTNLQDIAFQGNSFEGPIPQSL
SNLTKLTSLLVTDFWKTRMSRRIGDIVDGNSSLAFIGNMTSLSELLLRNCKISGDLRAIDFSKFEKLILLDLSFNKITGQ
VPQSILNLGNLQFLFLGNNSLTGMLPDGISSSLKAIVYRDFSYNQLSGSFPSWANQNNLQLTIHFHLFESGFMPSYNCWT
SHGEQGVEMEEDEVEDDNIPDFAQHVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSL
YPGCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYR
GEEYENLEACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHP
ADGSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGND
IDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKV
VYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFRKGPGSQHIESEDGHAAMWKKNSIFWELP
YWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKECM
FECLGSIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKLCAFMNAISQKMADRDEE
QILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKL
EGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTE
DKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENTAKKKYHHHLGSG
GYSVAMPKWEQMEASLIERGIEPAIANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRD
RDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSQMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHR
SHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSG
TYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAP
SPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQE
ELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPKQEIEPLVT
GKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIGARIRDTD
FLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQH
YKAFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQG
NNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLATHKEFITAVQEQLMGFINEEILNPKDYSFAIDCGSKTALRGSDNT
IYEADSINLGAASYYVTDLTRWGVSSVGNYFQATDGNNIISSPQHFQNVVDSELFETARMSPSSLRYYGLGLENGNYTVV
LQFAEFAFPDSQTWLSLGRRVFDIYVQISLLLCEMAYQKGNVKQGKLPDGRVIAVKQLSQSSHQGTNQFVTEVATISAVQ
HRNLVRLHGCCIDSKTPLLVYEYLENGSLDRAIFGQNSFNLDWATRFEIILGIARGLTYLHEESSVRIVHRDIKASNILL
DIDLTPKISDFGLAKLYDENQTHVSTGIAGTIGYLAPEYAMRGRLTEKADVFAFGVVWGLYEKDQALRIVEPSLKDFDKD
EVFRVICVALLCTQGSPHQRPPMSKVVAMLTGDVDVVKKLVFVLLPDDAGGRVNGEDVLKEVGGDDAEQLREDDAVHLDP
INAVEVEGVGEDVIRQRVLAEGNQEQAMPLSVVGGGNVERDGDLGLDVEDADCLGMEGSYAVGESRRGEEGGEGWRMSRR
LGKISGGHRGLEYGDRRGRGAGGGGQCSRRQEEPTEDGGESHGAPSEARVAVESETVFVVVGTISRPGGIVMVARTASAT
ASAVELIAAKVD*                                                                   
>Osat_LOC_Os05g19580                                                            
MESNTPLVFGDIPIPRARNWARAGHLKNDDGTISLPNPQDQQVYDTIKELVAEQQASQEEQTSCTLTVRVMPTFKVPAAE
GLAYKLTPKTTVHGAQLRANCAKVQVDSVKPEFELFLLKYPANDKVLSLGNAPGTFIQWPKDLIEIKRGRGGKVQASLLA
PRNLDLGKGQEETKRKEVKKKYVAPQDFQLGMPLVGDDVLATMGTACKDLHVYMEKSNARRQNRASDILGEHDGKPFVGP
TNYIVVDFKDLFDLYRLRAVDTNILKCYSLLSWQWCQKNAPEVAFLDPQVVTVRNLENDRQGMVNYIYDTLWSRRDKEYI
MCAYNQYSHWILLVITPKKSTCHYLNSRIDKHAYDWIPIQLTIDEAWGQYVKRGGLRKIGHDALIHKKDFPVKQQIDDQC
AFHVCHNMHLLYREKVKTLTEFEVMMNIV*                                                  
>Osat_LOC_Os05g19700                                                            
MEIQRTRRRGVFDTGFIDPRKVNVAMLDQYPQAIEDNLIHLLKAQHYKTFILLPYNTEFHCVLLLFDLEACIVNVYDSMD
KKESTFDKVFGLIDRAWYQFRHLVRGKWRERLRQKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDEFIVAVQE
QLMGFINEQILDPKGEFYYDGKTIHRSLASEIVTTTTSKS*                                       
>Osat_LOC_Os05g20320                                                            
MGFSKLIHLICRHLSLITQCCNVSAKQPYQSLKLSAPVDTLLVPSSYQLSVLLRSACYPKNTRKIQPQSYVLQKLVYKRT
PHLKNVQKGNEVANNVCTKKPTPFRRPQRRTKMPARFLTTPSAGRGTLPDDNSALNLLEFVLSHPDSFGSAILIQADLCF
ATCTDIVKSFSARQMAQGMFIDAFADFLSREDMENRPLSANNRIFIPTTISALINIENVTRNDTKDNYKPDALVEQLHFA
LGNIEMFLPVIHNDHWSLYIINHNQKSFDILDSKRYDMIGGTETQHHFPMAQKILKRLSDGFQVFMGGKFPKFGNYRKCY
IKCPKMATGSNDCAFYVMRFMEKYNGDADKLLQSFPKVPSDKLRAQILHHLIFNRFNSVQELHQDIETFRVPDNAQ*   
>Osat_LOC_Os05g24620                                                            
MLEDHRTSLYPGCEQGHKKLDTTLEFLQWKAKNEVSDKAFGDLLKLVKNILPGRNKLPETTYEAKKIVCPLGLEVHKIHA
CPNDCILYRGEEYENLEACLVCKTLRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNVRMLRWHAEER
QQDGMLRHPADGSQWRNIDRKFKELGKDARNIRFGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALL
FVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKVVYMGHCRFLAANHPVRKKGKHFEHKADHRTKPKHRSGK
TVFAMVKDLKVVFGKGLGSQPIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDMMHLTKNLCVNLLGFLGVYGKSKDTL
EARNDLKHMEQRGDLHPEPKEKGSHYLSPTSYTLSKAEKESMFECLESIKKVIDPDRLEALQNEVVQCLISFELIFPPSF
FNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIEVPESRH
EGRLRGKGTLGRKVIMTIDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPTWLRQHLMGTP



EINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSVVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLF
RCQWVRLTGGGVMIDDSVKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIVRKRNEEENVE
RDVEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGQHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRD
NVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWILKKMAEQIQSFKGDLYQKYILKGQTPNF
DTFPKLRDHWDDFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVVMPKWEEMKASLIERGIEPAAANWPERSKFW
YYAHGGTLNPADGSLTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLDFRVSSYELSMQEEVARKVDE
RMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQIQDESTCLVDDITQRTPCELHIPYKNLSIKVASGMAI
PTDPSGTYHCRSIPARYSKVEVKLVEGAYENLELDYPGEDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSP
PQDPAPSPPHAPPAPSPPQAPAPTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKIDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSLEKKIPIDPSVRNFFRGMSAPVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLPELVQSLPTQMYKFHQLYMEMSATGREMIGARIRDPDFLQGDDILWINFKRIYEVYQLDALDVSIMSCWILMEIQR
ARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPFHWVLLLFDLSACTVNVYDSMDKKESTFNKV
FELIYRAWYRFRHLVCGNWRERLRRRFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAA
VQEQLMGFINEEILDPKGEFYYDRNTIHRSLASELAASTTTTSKS*                                  
>Osat_LOC_Os05g25010                                                            
MIAEFTCTEEDEFLIDYINTSPHHRVMVRMEGLLLTREQLQPLTNRFLPDGEARYVIDEVKLEISKRQLEKGYISRITNQ
IAQNEQIFIPINRNKNHWYLVVVHVKQRQIQLLDSSPSTDKQDTKLTLVVCWLYKYPQTANCFPSRPLYCSQIGWEGKGG
DFLLKFKMDRRWMYYAHRSSTEYREGVTEFVTFADNDRKSRMSMHMLCPCRDCKNEQMIEDKDEVHAHLIMNGFMKKYTC
WTKHGEQEAPDVAAEEVLDQDVENTAAAREGMFVPSPLGGETIDLDTQCLSTMLHDIEDAEDNDRDYEKFSKLVEDCQMP
LYDGCKSKHSKLSCVLELMKLKASNGWSDKSFTELLELLKDLLPEGNNLPQTTYEAKQVLCPLGLEEYADLDVCPICGAS
RYKRAKSEGEGSKSKRGGPAKVVWYLPIAERMKRMFANKEQAKLVRWHAEERKVDTMLRHPADSVQWRTIDRIYQEFSKD
PRNMRFAICTDGINPFGDLSSRHSTWPVLIVNYNLPPWLCFKRKYIMLAMLIQGPRQPGNDIDVFLEPIIDDFERLWNEG
TRTWDAYAQEYFNLHAMLFCTINDYPALGNLSGQTVKGKWACSECMEETRSKWLKHSHKTVYMGHRRFLPRYHPYRNMRK
NFNGHRDTAGPPTELTGTKVHNLLMGITNEFGKKRKVGKRKEKSTSKEKIEEHVEKQKTKERSMWKKKSIFWRLPYWKDL
EVRHCIDLMHVEKNVCESLMGLLLNPGTTKDGLNARRDLEDMGVRSELHPITTESGRVYLPPACYTLSKEEKIDLLTCLS
GIKVPSGYSSRISRLVSLQDLKLVGMKSHDYHVLITQLLPVAIRNILPPKVRHTIQRFCSFFHAIGQKIIDPEGLDELQA
ELVRTLCHLEMYFPPTFFDIMEHLPVHLVRQTKCCGPAFMTQMYPCERYLGILKGYVRNRSHPEGSIIESYTTEEAIEFC
VDYMSETSSIGLPRSHHEGRLDGVGTVGRKTIRLDRKVYDKAHFTVLQHMTEVVPYVDEHLAVIRQENPGRSESWVRNKH
MSSFNEWLKNRIARLQNLPSETLPWLSQGPEWSATTWQGYDINGYTFHTVKQDSKCTVQNSGLRIEAASDGGRRDQYYGR
VEQILELDYLKFKVPLFRCRWVDLRNVKVDNEGFTTVNLANNAYKDEPFVLAKQVVQVFYIVDPCNKKLHVVREGKRRIV
GLDNIADEDDYNQHVHGIGQEIPLEEEEEEDEVQYARVDHEEGLFL*                                 
>Osat_LOC_Os05g26100                                                            
MERDSEGNQEGHVERDVEGNQEEEASGSQPSAGQKRARGQRGAAKKLEGRHIITEVDEDDRPSAPAEAAKNYVRHSGWVV
RDNMPVSTVYWRRTRACGDHESFAPDSEKEMLWTAMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTP
NFDTFPKLRDHWDEFVAYKAGQQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEEMEASLLERGIEPATTNWLDRSK
FWYYAHGGTLNPVDGSLKIGFKEDIHMYRSRMRSKRDTEAKIIDLEYRVSSYELSMQEEVARKVDERMAAHRFHDPQPTI
PPAMVASGMAIPTDPSGTYYCRPIPAGYSKVEVELVEDAYEDLEFDYPGGDAPSPPQAPAPTPPQAPAPTPPQAPRSAPS
KSRPPQAPPPAPTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVRRQLKPRSPEKKIPIDPSVRNFFRGMSAPAKEAI
KLSDYERTLKKASSGKSKPVPQLGEQPDQEIEPLVTGEDFGIQEFINDTGLTTDQLLRGTPIEKAEVKYMYELSKSLVKP
EQLQSLPTQMYKFHQLYMEMSATGREMIRARIRDTDFLPGDDILWINFKGIYEPYQLDALDVSIMSCWILFHWVLLLFNL
EACTVNVHDSMDKKESTFDKVFELVDRAWYQFRHFVHGKWRERLRRKFNFPCAKQKQGTNLCGYYVCEYCHCLADQIITT
RELDFIRMRDNLITHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASEITTTTTSKS*               
>Osat_LOC_Os05g27034                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMEINKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPKRSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TSRMRSKRDTEAKIADLQFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPT
DPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSFSCSASTVSTSGSSIDSSSGSCTDSSSCSYTYSSAS
SSSGTFKVKGPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVMNFFRGMSA
PVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKDMTIEEFIIDTGLTTDQLLGVEPIEKAELKYMYELG
KPLVKPELVQSLPTQMYKFHQLYVEMSATGREMIGARIRDPDFLQGDDILWINFKGIYEVYQLDALDVSIMSCWTLMEIQ
RPRRRRVFGTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKES
TFDKGFRTYRQFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAATTTTSKS*       
>Osat_LOC_Os05g27130                                                            
MEIQRARRRGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYETFILLPFHWVLLLFDLSACTVNVYDSMDKKES
TFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKKGTNLCGYYVCEYCHCLADQIITTRELNFIRMRDNLTTHK
EFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASELATTTTSKS*                               
>Osat_LOC_Os05g27140                                                            
MNEPTNVNENERTNVNENKGNERERERCRTNVNEPTNVNVKCNYRQMVDRDEEQILYDTIAEGSSQYWNKEEGNEDPNQY
LNEEGNVERDAEGNQEGRVERDVEGTRRRRLVELEGRHIITEVEEDGRPSAPAEAAKNYVRHSCWVVRDNVPVSTVYWRR
TRARGDHESFVPDSEKEMLWTTMLETSTLPAGTEDKVKRWTPKKMAEQFQSFKGELYKKYILKGQTQNFDTFPKLRDHWD



EFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWDEMEASLLERGIEPATANWPERSKFWYYAHGGTLNPA
DGSLVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGGTSSSLGDKRRLVHHLLRLRHLLLRILH
RLLLRILHRLLLRILHRLLLMLQHRLHLRLLHRLLLGLLHRLLCKLLFRHLQSQGPPKLHRLPTEGQRRRRKLTPPRTRT
RGKESSGKSKPVPQLGEQPNQEIGPLVTGKEMTIEEFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPT
QMYKFHQLYIEMSATGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRGVFDTGFID
PRRVNVAMLDQYPQATDDNLVHLLKAQHYKTFILLPFHWVLLLFDLSACTVNVYDSIDKKESTFDKIFELIDRAWYRFRH
LCAKQKKGTNLCGYYVCEYCHCLADQIITTRELNFIRMRDNLTTHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHR
SLASELATTTTSKS*                                                                 
>Osat_LOC_Os05g27230                                                            
MDRQWMYADRRSKEFIDDVHYFLSVAKANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWKSHGEQGVEM
EEDEVEDDNIPDFAKYVGFEGNQMGEEERDADGNDVAEDLGQMLQDTKEDCESEKGAHKLDKMLEDHRTSLYPGCVQGHK
KLDTTLEFLQWKAKNGVSDKAFDDLLKLVKNILPEGNKLPETTYEAKKIVCPLGLEVQKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGQVDGQLTKKRIPAKSNKGYKACTHCMDEIESTYLKHYRKVVCMGHRRFLAANHPVRKKGKHFE
HKADHRTKPKHRNGKTVFAMVKDLKVVFGKGPGSQPIQSEDGHVAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVN
LLGFLGLYGKSKDTLEACNDLKHMEQRGDLHSKPKEKGSHYLSPASYTLSKAEKEIVIRGILPHNVRATITKLCAFMNAI
SQKVIDPDRLEALQNDMVQCLVSFELIFTPSFFNIMTHLLCHLVKEISILGPVYLHNIFPFERYIGVLKKYVRNRARPEN
LSKIFAQSGYLNHAMKGDYGKGNSRKESNNDAPYIEEHLALVRARNIGKSDAWITRHHIDTFLAWIRQHLMGNESINQQL
AFLARGPSGSITTFQGYEINGYTFYTRAQDMKSTNQNSAVRVDAMGHDGTTGTLTGGGVMIDDSGMTTVDLNKVGYSDEP
FVHANDVTQVFLVKDMSSKGKKGRGPDEPKRHVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSH
SDHKEGTIGELYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQEQEMMERNKENAAKKKYHHHLGSGGYSVTMPKWEE
MEASLLERGIEPATANWPERSKFWYYAHGGTLNPANGSLVFSDQIREAARRLTDEVEASSQGTFRPDRERDELSLALQTP
EHSGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELSMQEEVARKVDESMAAHRSNDPQPTIPPA
MVSPLGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGY
SKVEVELVEGAYEDLELDYPGGDAPSPPQAPAPTPPQAPAPTPPRSPTLTPLQAPLPAPSKSRAPQAPPPAHRRATKKVK
IDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVMNFFRGMSAPTKEAIKLSDYERTLKKASSGKSKPV
PQLGEQPNQEIEPLVTGKEMMIQEFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQIYKFHQLYMEM
SATGREMIGVRIRDTDFLMEIQRARRRGVFDTGFIDPQKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHCV
LLLFDLSACTVNVYDSMDKKESMFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKKGTNLCGYYVCEYCHCLA
DQIITTRELNYIRMRDNLTTHKEFITAVQEQLMGFISEQILDPKGEFYYDGNTIHRSLASELATTTTSKS*         
>Osat_LOC_Os05g27450                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDTEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMHAMQSQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPARYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILFHLVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWY
RFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFI
NEEILDPKGKKRRIEGAKRGPGLALALLGGDFSRVMSKHEFGNNKRGSARDLKVDGYGDKGFRQVQALSMREGLLPTLYR
MRAGLQDRNLNQYGNIIKPGLKAVP*                                                      
>Osat_LOC_Os05g27560                                                            
MDRQWMYADRRSKEFINGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDWESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEECENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPVDGSQWRNI
NRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLV
EDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETETNHPVRKKGKHFEHKADHR
TKPKHRIGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLIKNLCVNLLGFLG
VYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFT
NLKSHDCHVLMTQLLPIVIRGILPDNVRATITKICAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFSPSFFNIMTHL
LCHLVKEIRILGPMYLHNMFPFERYMGILKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGK
RTLGRKAITTVDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLA
FLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRL
TGGGVMIDDSGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQ
LDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAE
GNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGHPSAPAEAAKNYVRHSGWVVRDNVPV
STVYWRRTRACGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKRDLYQKYILKGQTPNFDTFP
KLRDHWDEFVGYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAH



GGTLNPADGSLTPEHPGRTRGKWVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAA
HRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDP
SGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCSYTYSPASSS
SGTFKVKGPPSSTACPHKATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASV
KEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKP
LVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRA
RRRRVFDTEFIDPRKVNVAMLDQYPQETEDNLVHLLKARHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTF
DKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEF
IAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                
>Osat_LOC_Os05g27620                                                            
MKVASGMAIPTDPSGTYHCRPIPAGYSKVKVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWHRRYIILPGRQAASHA
PSPPAPPSPPQDPAPSPPHAPLAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVD
AAKNKDPGYDCTQEELDAYVALEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKKAIKLSDYERTLKKASSGKSKPVPQ
LGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSA
TGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQ
ETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFKLIDRAWYRFRHLVRGKWRERL
RRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYD
GNTIHRSLASELAASTTTSKS*                                                          
>Osat_LOC_Os05g27860                                                            
MLETLTLPVGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFNTLPKLRDHWDEFVAYKTGEQGQAMMERNKENA
AKKKYHHHLGSGGYSVAMPKWEEMEASLLERADGSLVFGDQIREAARRLTDAVAASSQGTFRPDREKDELSLALQTPEHP
GRTRGKGVIPWKIGFKEDIHTYRSRIRSKRDTEAKIADLEFKVSSYELSMQEEVARKVDERMAAHWSHDPQPTIPLAMVS
PSGNRSNCASTGQVGSQSMDTMQTQVKTTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSSTYHCRPIPAGYSKV
EVELVEGAYEDLELDYLGGDGETHRRDTSHAIILWRKRYIILPGRQAASRAPSPPAPPSPPQSPTPSPPHAPAPSPPQAP
APTPPQAPAPTPPQAPLPAPSKSRAPQTPPLAPTRAMKKAKVDAAKNKDPGYDCTQEELDTYVASEVRRQFKPRSPEKKI
PIDPSVRNFFRGMSAPTKEAIKLSDYERTLKKASSRKSKPVPQLGEQPNQEIEPLVTGEDFGIQDFINDTGLTTDQLLRD
APIEKTEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDA
LDVSIMSCWILFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGT
NLCGYYVCEYCHCLADQIITTRELDFIRMRDNLITHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRFLASEIATT
TMSKS*                                                                          
>Osat_LOC_Os05g30360                                                            
MEIQRARRRRIFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTKFHWVLLLFDLSACTVNVYDSMD
KKESTFDEVFELIDRAWYRFRHLVRGNWRERLRRRFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNL
TTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAVSTTTTSKS*                         
>Osat_LOC_Os05g34520                                                            
MGKRRREELNVQAKPSDDKGPPTRCNPGCVRSLAKLLPTAVEQKIQELGLGNLFKLKLEALSCRKICGDLLDKAVVHAAS
DLIELPMGDVSLWILEKVVQHAIDMPVGSVKGLSKSNNATEYKRMYNALRFVCKKFPLPKGKARTAAGGAQDSEAVGGAQ
GSTIAGDQADARGAQDSTAAGDAQDSTTAAGDAHDSEEDFGDYDSTPADKRRNIFVPDRIVNLVIHCEDEEVVILDCIEG
NDLQVNEAGRMYLYNDDKVKGLLKENPNDMIKKWRGRMTSKPLEAFIFKKWEDTCYAKFVEVPERIEVPKGTEMPKRIEV
LERTEVIEILHLVCHLWSLDWNEKIILSAYATIFIPIVNEGHWSLVVVTIKPEHVYILDSEPLRHQSEAAAVIDRLTEHL
SSKHVIDIFGYPKDTPNVKPQDNNWACGFHVLLYIKGFENRDIFDINEEAVFKFRMKLSVELRHHKMNRARAVGPIHIRP
KEGKGASRDAYIYMEESIAASAEDNQEEAEVKGKDASGNDKKSAGSNQEEEDASGNDEKSAGSNQEEEDAEVKGKDASGK
PAGEDDDNALISPQDKRTRRKTTPSSSFHEPPKFEVATQLTATKTAETGDGMQGIGTEIASWLMGGKKDVASGKKLRNIR
QRFVIVPIFQHEEWTVFFVDTCSSNQVSVLISTTTKLGASEIEKSARTFAEQAHDGFMHGGYASPFPVLDQIRAATVFIK
SRPCTLATMVYLERYNGYEASLPPASVFPLNTTFMFPTSHCK*                                     
>Osat_LOC_Os05g35880                                                            
MADRDEEQILYATIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKRQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGQTRGQGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSNELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRGTCHAIILWRRRATKKAKVDAAKNKDPGYNCTQ
EELDAYVASKVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLV
TGKEMTIKQFITDTGLTTDQLLGVAPIEKAKVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDT
DFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQ
HYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQ
RTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGGFYYNGNTIHRSLASELA
ASTTTSKP*                                                                       
>Osat_LOC_Os05g37550                                                            
MDPLSTACVPEAEVIDLESAECRSGATMAKSMGHSSGFHPKQQGHRKISLSPQSKRLFHSGLHTGPCYEEVYTALLHREA
LKVSGTRGSLNKTAARVVSRCQPKCVVNIIKEFDDRKKELIGEVGFDGLLDIKLTKVNRQFGAWLLSKVDPKSCAIVKDV



NQELPFGPNDVNAVFGLPCSGQPIIPCSQDELDGKKQILCEIFEIPNFSHLKISLLERILKKQYGYPMTIDEKRVFMAAF
VLYVTTKLLAPQSCANFISPRYIMAVSDVDNIKQYNWSQFVVDEVKKAAESMPTCFPNKAQLSINGCIIFLMVKYLRNLQ
FRKVGITCVKTCHISQFEDDQIARMIQQDVVSKHNPGFPFPRYGKLQLMKEPRENNPHVPELSPLNLCSGSKIPSRAIDG
GKNLIKFLESHFSSLDVRGTVGSQAYEELKSYVQDGFDRIDEILPTISDFVDISTMQTAIHASNLFKRAFKTNITAVVKI
AIRAAVTKVIDTIEDIQGPLHPWGDTTAMGYHTPTNYSTHATKDASQLDQPTDTQQYDHKIGGLQCTPPKSNGAPEFGSD
GQKKRKYTVENPPSHLLKHKSKRVVKPNRKLMSPFMSKQCSTERLESRIADDLYSYIMSISDDASLEKTWLQSSHPFRIS
LTLRNIQETIKIGSQMDSDSLNLAIRIMFQQEVERFHNTNYLGWRHFINQDFGMYALAGEEFWEASHQLAHFSGPEVVYD
VSESHLILIPVHLFNHYVLYVFNMESKKLSVLDSLNTEDPLGESRFTRHDKIKIMVSQCVMECMRLASPGWNMDILNWDF
ETVENIPEQQNGVDCGFYVFNFMVNYDGRRLLNPITEDPYYLRRQFLIHLLTLRDNEAILPEYVVDRLRQIKDN*     
>Osat_LOC_Os05g39460                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEDTVYWRRTRARGDHESFV
PDSEKEMLWTTMLETFILPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQG
QAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIEKGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIR
EAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRV
SSYELNMQEEVARKVDERMAAHRSHDPQLTIPPAMVSPSGNRSSCASTGQVGSQSMDAKQTQDESTYPVDDITQRTPCEL
HIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVKVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWHRRYIILP
GRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHT
RATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPTVRNFFRGMSASVKEAIKLSDYERTLKKAS
SGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKF
HQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDTLDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVN
VAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELINRAWYRFRHL
VRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEIL
DPKGEFYYDGNTIHRSLASELSASTTTSKS*                                                 
>Osat_LOC_Os05g39570                                                            
MADRDKEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNLADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQLGSQSMDAMQTLDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPQQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERMLKKASSGKSKPVPQLGEQPNQE
IEPLVTVKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHRLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKCAKQKQGTNLCGYYVCEYCHCLADQIITTREL
DFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                 
>Osat_LOC_Os05g40660                                                            
MSWDWYRDRGFVGSGSRRFPLRHAPVRCRCTTLFFPILYKRHWFVFIVHLEDEMFVFLDSLHEEGSEYQDEVKNRLTSNF
ALAWNSIMEEYQINFDAFKIVYPPVPRQNNLFDCGVFTLKYMELWGPRVQLTNHFYQKDIQNIRIQYVNRLFFHPDNSVL
GTGTKKLVIDFAQGN*                                                                
>Osat_LOC_Os05g42970                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVLDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKIGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASMIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARQLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVILWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAIQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVKVELVEGAYEDLELDYPAGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLEVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRS
LASELAASTTTSKS*                                                                 
>Osat_LOC_Os05g48110                                                            
MKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVESAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRA
PSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRPPPAPPPAHTRATKKAKV
DAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVP
QLREQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMS
ATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYP



QETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRER
LRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYY
DGNTIHRSLASELAASTTMSKS*                                                         
>Osat_LOC_Os05g50880                                                            
MNENEHVNVRYRENVNENENDQTNESENEHVNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGN
QQGHVERDVEGNQEEEASGSQPSVGQKRVHGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPIST
VYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGELYKKYILKGQTPNFDTFPKL
RDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGLGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGG
TLNPADGSLTPEHPGRTRGKGVISWKIGFKEDIHTYRNRMRSKRDTEAKIADLEFRVSSYELSMQEEVARKVDERMAAHR
SHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPYKNLSIKVASGMAIPTDPSG
TYHCRPIPAGYSKVEVELVEGAYEDLELDYPEGDGSSTDSSSGSCTDSSSGSYTYSSASSSSGTFKVKGPPAPPPAHTRA
TKKAKVDAAKNKDPGYDCTQEELDAYVASEVQRQFKPRSPEKKIPIDPSVRNFFRGMSASVKQAIKLSDYERTLKKASSG
KSKPVPQLGEQPNQEIEPLVTGKEMTIEKFITDTGLTTDQLLGVAPIEKVEVKYMYELGKPLVKPELLQSLPTQMYKFHQ
LYMEMSATGREMIGARIRDTDFLQGDDILWINFKGISELYQLDALDVSIMSCWILFHWVLLLFDLSACTVNVYDSMDKKE
SMFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQRTNLCGYYVCEYCHCLADEIITTRELDFIRMRDNLTTH
KEFIAAVQEQLMGFINEKILDPKGEFYYDGNTIHRSLASELAASTTTTSKS*                            
>Osat_LOC_Os05g51250                                                            
MPPPPRHAAAATPRHAAAATPRRRRHGPATPRRRRRRANRRPDAATPPLTNENENDRTNESENEHVNMADHDEEQILYDT
IAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHII
TEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRW
TLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAM
PKWEQMEASLIERGIEPATANWPERLKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTL
ALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQP
TIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAI
ILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKS
RAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKL
SDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAKVKYMYELGKPLVKPEL
LQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVF
DTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFEL
IDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIMTTRELDFIRMRDNLTTHKEFIAAVQE
QLMGFINEEILDPKGEFYYDGNTIHRSLTSELAASTTTSKS*                                      
>Osat_LOC_Os06g08410                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNLADGSLVFGYQIQEVARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYHGGDGETHLRDTCHAIILWRRRYIILHGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTMDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDENTIHRS
LASELAASTTTSKS*                                                                 
>Osat_LOC_Os06g13750                                                            
MESEATEFMLNLLGINDGISPSLTSLGIQLEKLKLADDKHLRMWIIYAISSVLAPTTATTVSPRCYPSVVDAGNIKNLNW
CKFVISILQKATKAGKTTNSACLLYMMILYLDSLSFKNLNVPVEGYRATVWTNELINQAILADTSADGSFGALPEKDRIV
IAVQNLCEGFSGLVTKFVRQISGLDFVDLRGSQPRKMRMNQKKLAQRTKRVQQDEDLDVTSSDDEDFVADEEEVEDTKED
EYTDEDGDSDDDEDEGEEDDDDEGEEDDDEDRSENDDEDGAETGRSGEQADAATDVTGCKGDDTNEGIGSGGKDVDGVTE
CKGDDTNEGTASGGKGADDVIGKGKQVDEGIGFGDKEKHEEKQAPNAVAQNVPESEKQPVQNVEKYSFLTTTIDSHEVPN
FNLGFDSSQEVVQTPKGQEAAGTSQGKEFPGIITNEDYGSFTTEDYEKVRREADEAIASKSATKSPVAEVISKEPIACEV
EEETPVPHEYNKRVVKPAKFKRSPFIDYENKKQFVVSRVINEVYDDICKNGGRTKSRRNSQKIIDTGEYYIYLSDLANSV
KPMGSLDNNTCELALIVLSADIKDNSKRIFPARIGGYLLDSKLDRNELKKHFDQTRANRLDHKELELGNGNHKAGHYFVV
CLNLKAERFEVYDSLRGEDDEALISAYHLVVASIKTMWDRFYMRSSKKTIQNYPLIFIDGPKQDNIQTYPCFVFANKNSR
DCGFYMLKFVELWDGKQLPAFEPSDIPNIKKLLTHKMLSFQGNRVQWMQVLWGKEPDPTLKNQHISYSHIN*        
>Osat_LOC_Os06g13890                                                            
MGELLMFPPVALASAESAEPTAEARSRRFPLIAPAVAVGSVGCGGGMGKRKTIVQKGMLGKPEPSKKTRGVSQRAKKRSI
GDDHADDTEQPPPKRSRSKATRWNVSCCVTRECEFKFIWNWLMEHFNPATNQLVFPGRGAIDVNEESVKSVLGIPMGDKD
VSYDMESEATEFVLNLLGINDGISPSLTSLGIQLEKLKLADDKYLRMWIIYAISSVLAPTTATTVSPRCYPSVVDAGNIK
NLNWCKFVISILQKAAKAGKNTNSSCLLYMMILYLDSLSFKNLNVPVEGYRATVWTNELINQTILADTSADGSFGALPEN



DRIVIAVQNLCEGFSGLVTKFVRQISGLDFVDPRGSQPRKMRMNRKKYAQRPKRVQQDEDLDVTSSDDEDFVADEEVEDT
EEDEYTDEDGDSDDDEDEGEEDDNDEGEEDDDEDRSENDDDDGAETGRSGEQADAATNVIGCKGDDTNEGIGSGGKDVDD
VTGCKGDDTNEGIGSGGKGADDVIGKGKQVDEDIGFGDKEKHEEKQAPNAVAQNVPESEKQPVQKAEKYPFLTTTIDSHE
VPNFNLGFDSSQEVVQTPKGQEAVGTSRGKEFTGIITNEDYGSFTTEDYEKEPIACEVEEETPVPHEYNKRVVKPAKFKR
SPFIDYENKKQFMVSRVINEVYDDICKNGGRTKLRRNSRKIIDTGEYYIYLGDLANSVKPMGSLDNNTCELALIVLSADI
KDNSKRIFPAIIGAFFPILQKLGNGNDKAGHYFMVCLNLKAERFEVYDSLRGEDDEELISASHLVVASIKTMWDRFYMSQ
TYPCFVFANKNSRDCGFYMLKFVELWDGKQLPAFEPSDIPNIKKLLTHKMLSFQENRVQWMQVLWGKEPDPTLKVK*   
>Osat_LOC_Os06g14100                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASDSQPSVGQKRARGQ
RGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEKMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGQQAASRAPSPPAPPS
PPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFTHIYELYQLDAVDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRC
SHQAGFCYCRVTPRFSTFMCYNDTVIKGSDTLSLPVQSVSPTKTDGSSYETTVIRSPEGDDDSALFNSGNEGINYGCCLT
TGIAATMMMAA*                                                                    
>Osat_LOC_Os06g15050                                                            
MADRDEEQILLDMIVVGSSQYWVDEEGNDDPNQYLNGEGNKEGNQEGTEEGTDNQPSAGQKRPHGKRGPAKKLEGRHIVT
EIVPDGEPVAPVGIGQKFVNHCGWVMRDNVPISIVYWRRTRSCGDEDSFLLDTEKDMLWTTMLETFTILEADRPRCEEWT
LKKMDIHTYWSGMRSKRNIEAKIVDLEYMVSTYEARMQEEVTRQVDQRLAEQRGMETQAPVMVSPSGNRSSYASTGHVGS
EGIEAVAAHEATHFPVEEITQRTPCDMHTPFRNFSIKVASGMAIPTDPSGTYHCRPIPPGYAKDHFIKMAEPSKPVVVSD
YDRTLRKALKAKPAAVKCGKEVPQLGQQPQQEVEPFVDPDQLEIHKFLKETRLKMEQLLENAPIETAPVKYMFELGEPLV
TPDKIRELPTQTYRFHQWYMDKSGMDDVLWTRHKEVFDLYHRDALDASILSAWTLFHWVLILFDLEKSKLHVYDSMDKPK
KAFAQIFEVIDRAWIRFHTLVCGIWNEKLTRRFNFLCAKQEQGTNLCGYYVCHYMHCLLFQIRTGQDLEMIYMIDNLTND
DFIRVVQEQMMGFINEQILDPTGEFYYDGKPIH*                                              
>Osat_LOC_Os06g15180                                                            
MAVGVGRREVGGGADGFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVHGNWRERLRRRFKFPCAK
QKQRTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIVAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLAS
ELAASTTATSKS*                                                                   
>Osat_LOC_Os06g15850                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDADKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPKQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIG
ARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVALLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKARRGREVGSGAGT
GGELEGGGGCRRATAARRASPTSPSPPVASTPGGCHRATAALMQCQRVSDLLIVATFLSFPFELFYFATCADLSEVKCAV
LHFCAFIVLCSATNLLAAFTHALPHSTPLLRALTTAKVLAVAASSAVTVSLPTFIPKLLCFKV*                
>Osat_LOC_Os06g16010                                                            
MSTPGANPPSPTPARIKEEANPATEAVAEGHPATTAVQQPEIHELPHEQHTSMSGGTSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRIVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEFVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQQFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLCLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTIPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEVIVVIQSISNKRHLHIPILNSNFHLMQGAAQCVLLARV
HPTFAPEVAEGMAFKPSVTDKVHGADLLAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTP
RPSRPTELTPPKSKLSIEAPRGPALSVPHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEP
KRGKAATSMPMSKSGKVVRAPAQFELGMPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAY



ITIGFDDLFDLFRIRKLDTGLLKCYSLLCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCA
HNQERHWILLVIVPKWSRVTYLNSNKSKDYDFSEITKALNMAWDPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHV
CHNMSTLLREVKDFDPEVVANGE*                                                        
>Osat_LOC_Os06g16540                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPNSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMLKWEEMEASLIARGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMSAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSAPVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIG
ARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRQRVFDTGFIDPRRVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIHRS
LASELAASTTTSK*                                                                  
>Osat_LOC_Os06g16580                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAIPKWEEMEASLIERGIEPATANWPERLKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVVSGMA
IPTDPSGTYHCRLIPPGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCSYTYS
SASSSSGTFKVKGPPPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFF
RGMSAPVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGEDMTIEEFIIDTGLTTDQLLGVAPIEKAELKY
MYELGKPLVKPELVQSLPTQMYKFHQLYVEMSATGREMIGARIRDPDFLQGDDILWINFKGIYEVYQLDALDVSIMSCWT
LMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLAHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSM
DKKESTFDKVFELIDRAWFRFRHLVRGNWRERLRRRFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDN
LTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNIIHRSLASELAATTTTSKS*                         
>Osat_LOC_Os06g16690                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGLAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLSLVAEQASQSEVETAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKCKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os06g16900                                                            
MVGLGWLRTSWDPGSGCQFGLNHHRPWVKAEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQ
KRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWT
TMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKEN
AAKKKYHHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAV
EASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEE
VARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIK
VASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPS
PPAPPSPPQDPAPSPPHAPPAPSPPQAPAPTPPQDPAPSPPHAPPAPSPPQDPAPTPPQDPAPSPPHAPPAPSPPQAPAP
TRPQDPAPSPPRAPTPTPPQAPLPAPSRSRAPPAAPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPR
SPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTT
DQLLGAAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFTHIYE
LYQLDAVDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVTMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVL
LLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGNNLCGYYVCEYCHCLAN
QIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*         
>Osat_LOC_Os06g17320                                                            
MEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMD
KKESRFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNL



TTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                          
>Osat_LOC_Os06g18780                                                            
MAPPTVLNSGEPDARRRERPHVVFIPSAGMGHLLPFFRFIGALSSHDVDISVVTVLPTVSAAEADHFARLFHDFPSIRRV
DFNLLPLDASEFPGADPFLLRWEALRRSMHLLAPAIAGVAPRATAVVTDVTLVSHVNPIAKDLRLQCHVLFISSVTMHWW
RNHLSSMDRQWMYADRRSKEFIDGVHYFLRVAEANRKRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHG
EQGVEMEEDEVEDDNIPDFAQFVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPG
CEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEE
YENLEACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADG
SQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDV
YLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKVVYM
GHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWE
FLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFEC
LESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKLCAFMNAISQKVIDPDRLDAL
QNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASIAKGYGTEEVIE
FCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAIMTVDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRARNIGKSDVWIT
RHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSAVRVDAMGHDGTTATYY
GAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDE
PKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIMADRDEEQILYDTIAEGSSQ
YWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDG
RPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAE
QFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEEME
ASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQGTFRPDRDRDELTLALQTPEH
PGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMV
SPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSK
VEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSPPHDPAPSPPHAPPAPSPPQ
APASTPPQDPALTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDADKNKDPGYDCTQEELDAYVASEVKRQ
FKPRSPEKKIPIDPSVRNFFRGMSASAKEAIKLSNYERTLKKASSGKSKPVPQLGEQPKQEIEPLVTGKEMTIEQFITDT
GLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIGARIRDTDFLQGDDILWINFK
GIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVALLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEF
HWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGNNLCGYYVCEYCH
CLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIHRSLASELAASTTTSK*      
>Osat_LOC_Os06g19310                                                            
MDEVGGRWTFSRANEGYTSCGPVVEMSWHRVGALLLGAQSCLPVPEVPAVGGIGSVLLCMARMGWKLCHVFRLYTVVMAD
RDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGA
AKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLP
AGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHH
LGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLGTFRPDRDRDELTLALQTPEHPGRTR
GKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMSAHRSHDPQPTIPPAMVSPSGN
RSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPG
RQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTR
ATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASS
GKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFH
QLYMEMSAAGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNV
AMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLV
RGKWRERLRRKFKFPCAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILN
PKGEFYYDGNTIHRSLASELAASTTTSK*                                                   
>Osat_LOC_Os06g20250                                                            
MTRLDPLERGLRELSIMYSRAENGGRMQIRRPFEVSSVTGGRIGFQHLEDLILISSCSSMMRAMIVTVVGMVTSPTLIKT
KDNKVMVHIEEVKVYRRSMKVLTELEYLNDNVMDAYIQCLRNKEKGIRGDGNAFLEQAIKTCLLNVEGAHVESNNPRDKQ
WIRDMAREYLPFDMIFLPINIKETHWYLAVLNTKRHEMQILDSLAKPISEY*                            
>Osat_LOC_Os06g20800                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVEQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSDWVVRDNVPVSTVYWRRTRTRGDYESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENTAKKKY
HHHLRSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADSSLVFGDQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRISSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPLAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASELGEQPNQEIEPLVTGEDMTIEEFIIDTGLTTDQLLGVEPIENAELKYMYELGKPLVKPELVQSL
PTQMYKFHQLYVEMSATGREMIGARIRDPDFLQGDDILWINFKGIYEVYQLDALDVSIMSCWTLMEIQRARRRRVFYTGF
IDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRA



WFRFRHLVRGNWRERLRRRFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMG
FINEEILDPKGEFYYDGNTIHRSLASELAATTTTSKS*                                          
>Osat_LOC_Os06g21000                                                            
MADRDEEQILYDTIAEGSSQHWNEEEGNEDPNQYLNEEGNMERDAEGNQQGHVERDVVGNQEEEASGSQPSIGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRAHGDHESFVLDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFHTFLKLRDHWDKFVAYKTGEQGQVMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLLERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFADQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHMYRSRMRSKRDTETKIADLEFRVSSYELGMQEEVARKVD
ECMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCRFQQDTRRSKLSWSKARM
RTSSWITLKETDPALSPPHAPLAPSPPQAPAPTPPQAPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKV
DAAKNKDPGGMSAPVKEAIKLSDYERTLKKASSAKSKPVPQLGEQPNQEIEPLVNGEDMTIEEFITDTGLTTDQLLGVEP
IEKAEVKYMYELGKPLVKPELVQSLPTQMYKFHQLYIEMSTTGREMIGARIRDPDFLQGDDILWINFKGIYELYELDALD
VSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLQAQHYKTFILLPYNTEFHWVLLLFDLSAC
TINVYDSMDKKESTFDKVFELIDRAWYWFRHLVHGNWRERLRRKFKFPCAKQKQGTNLCGYYVYEYCHCLADQIITTREL
DFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELATTTTSKS*                  
>Osat_LOC_Os06g21150                                                            
MPPPPSPRRRANRRPDAATPPLTDENENDRTNESENEHVNVRCRENVNENENDRTNESENEHVNVRCRENVNENENDRTN
ESENENDRTKISENEGTNVNENKRTNVNENERTNVNELGNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGN
VERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVV
RDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTP
NFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSK
FWYYAHGGTLNPADGSLGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEF
RVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVTPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVE
VELVEGTYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPLAPPSPPQDPAPSPPHAPPAPSPPQAP
ASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRASPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFK
PRSPKKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMMIEQFIIDTGL
TTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDMDFLQGDDILWINFRGI
YQLYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHW
VLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCL
ADQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEIIDPKGEFYYDGNTIHRSLASELAASTTTSKS*       
>Osat_LOC_Os06g22890                                                            
MSQQGEPMSTTTSVSSRARTPRTGNKIPKERFRITAVDAVGLPTSPKKILSRIRSICGVIGRQKFSILQDDIKLVPAAEK
DIAWLTFKESFDYPAEHEDRLRRAAFKVWEEFHAKKSTPESRASSEAYRLLQTKNQHPHRLGTAGYAGKEEEWQREDEEV
EESNTPLVFGDIPHPRARNWARARYQKKDDGTIFMPNPEDQRVYEAIKELVADQQASQEACSQRCEDDLLTKALGNKEHR
GRTRGVGSSVPWKYGFPDYAWQYKKRTSNKAEKDARLEAKIRASIRAELTSEFDEKLESMRAKIRQEIQEEQQNPQAAAA
AAHEELGSPTQKRSSCASTEVAENPTSVDSAVNHITEPTSCTLTVRVMPTFTVPAAEGLAYKPTPETRVHGAQLRGDCAK
VQVDSVKPEYELFPLKYLSNDEVLSLGNACGTFIQWPKDLIEIRVTARPTTAPGGRPPKRPASAPSAPPAQDRHAQSYDV
QLQYDLDFGEDRTEADSKAIHESPPMKKSRKAHSSPQRITLDKPEAKGRGRGGKVQSSLLAPRKLDLGKGQEETKGKEVK
KKYVTPQEFQLGMPLVGDDVLAAMGTACKDLHAYYMEKSNTRKPNRATDILGEHDGKPFLVQQIISSSTSRIYSTSTGSE
RLSWQWCQKNAPEVAFLDPQVVTVINLQNDHQGMVNYIYDTLWSRRDKEYIMCAYNQYAHWILLVITPKWSTCHYLNSRI
DKNAYDWTPIQLAIDEAWAQYVQRGGLRKTGHDTLIHKKDFPVKQQIGDQCGFHVCHNMRLLYRDKVKTLTEFEVKYDKY
LNGCEICEWM*                                                                     
>Osat_LOC_Os06g23610                                                            
MEKWFTFPAEAKDRLKRKAFQKMGKAWKNWKSKLFTEFVNPPGNHTPFDEYPQITEAGTSARRQYGPKKMQPLQQQMSLP
RFQTSLNKELATGCGQGVKSTRTALSHLRTKVMLSSIRNWKRKVSKEERDARLKAELKVVVIQELEASMNARVEERVNKV
LADMNIPRGTTPAVHPTPRAQHDTSPSQHRSSCASTEVPAPGLLVAPLAAVDHIEGVVQCVLLARVHLTFAPKVTEGMAF
KPSVTDKVHGADLLAGYAKVSIDTVKDTWSGYPLHVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPMELTPPKSK
LSIEAPRGPALSVPHSPGGADMDLADIAQSLAPIKTTRKANSSPPLVKGQKRECGKGKVGELAPEPKRGKAATSMPMSKA
GKVVRAPAQFELGMPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSLPAYITIGFDDLFDLFRI
RKLDTGLLKCYSLFCWIESRRLGNQVGFLDPSMVNEVNLRQSFTEVVDYVKQCLWAHQDKEYIMCAHNQERHWILLVIVP
KWSRVTYLNSNKSKDYDFTEITKALNMAWGPYVEKGGRHKEGKDELYHDTKFACAQQIGDQCGFHMCHNMSTLLREVKDF
DPEVVANGE*                                                                      
>Osat_LOC_Os06g24050                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWIVRDNVPVSTVYWRRTRARGDHESFVPDSEKVMLWTTMLETF
TLPVGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFIAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTREKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSLSGNRSSCASTGQVGSHSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE



IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARWRRVFDTGFIDPRKVNVAMLDQYPQETEDNLIH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGDFINMPLDEDLPP
TGSQPNPAADDDEDPDGGHIWQMGHPQVGPGDWDDLVQQQDAANGKVEDAWGQDHPMGQIMEANPDGQIDLAAANPGHEN
VVVPFVPAADKGKKAHEDMEILEVLPLAVHPPSSPVCQTAAPLMLPKALVKKRDGKTLLYNPYRRQSARLQHIKGDSELK
VDPRMGIGKPRGKFARKLKELAGMNAESKLLSLRQKIEDSGCQVVWSLDPGFNDPAKCISFKLKVLRKKLLAWSKNLSKL
MGLLKNCNKVVDFLDLVEENRMLSIYEWNFRETVKEIDSLMSIIPADKAPGPDGFNGFFMKKCWHIIAQDYYRLVAHFHA
GNVDLEILNSSFITLVPKKTSLETVNDFRPISLMGISLKIVTKLLAGRLQGVILKLVSDNHYGFIKGKTIQDCPAWPFEY
IHQCQQSKREIVLLKLDFEKAFDTIEHSAILSVMQHMGFPLKWIEWVQMVFSTASSAVLLNGVPGNSFKCRRGVRQGVPL
SLLLFVLGAELLQRIINKAFHQGLLSKPINESSGEGFPIIQYADDTLILLKTSQKEVFCFKAILNMFAQSTGLKHMVKFY
NGADLPWVKLISQSYYDSKVPHLMMNKGSFWWRDVTSLVDIFRGIAKCEIRTGRTALFWNDLWNDDFKCISYPNLFAVTM
YKSDSVKAMCSRPLEDSFALPLSDEAYSKFLQLQEVLDSLNLQSRMGDAWNFIWGSDKYTAKKFYKLNYSALQPPRPMIW
LWKTKCVMKIKVFAWLMFCDRLNTRDMLDRRHCA*                                             
>Osat_LOC_Os06g24160                                                            
MPPPAHHAAAFTAARATPPPPCHAATFAAAQRRHRMQRHAAAAVATPPPPRQALARCRHTAVNEHVNENEHVNVRCRENV
NENENDRTNESENKHVNKRRVVGVVPQAGVEELALEDMSSKGKKGKGPDEPKRQVVLSGKRKIVGVEDKTDEDYDQLDRQ
PPFMVMIDPSILLSNEDTPYSRSDHKEGTIVRRKNINMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNKEGNVER
DAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRAHGQRGAAKKLEGRHIIMEVEEDGRPSAPAEAAKNYVHHSGWVVQDN
VPVSTVYWRTTRARGDHESFVPDSEKEMLWTTMLKTFTLPAGTEDKVKRWTLKKMAEQFQSFKRDLYQKYIPKGQTPNFD
TFPKLRDHWDEFVAYKTGGYSVAMPKWEEMEASFIERGIEPATANWPERSKFWYYAHGGTLKPVDGSLVFGDQIREAVRR
LTDAVEASSQGTFRPNRDRDELTLTLQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYEL
RMQEEVARKVDERMAAHRSHDPQPTIPPAMVASGMAIPTDPSGTYHYRPIPAGYSKVEVELVEGAYEDLELDYPGGDVQT
SPQLGEQPNQEIEPLVTGEDMTIEEFIIDTGLTTDQLLGVEPIEKAELKYMYELGKPLVKPELVQSLPTQMYKFHQLYME
MSATGREMIGARIRDPDFLQGDDILWINFKGIYEVYQLDARDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQ
YPQETEDNLVHLLKAQHYMTFILLPYNTEFHWVLLLFDLSACIVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGNWR
ERLRRRFKFPSAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIVAVQEQLMGFINEEILDPKGEF
YYDGNTIHRSLASELAASTTTTSKS*                                                      
>Osat_LOC_Os06g24440                                                            
MADRDDEQILYDTIAEGSSQYWNEEKGNKDPNQYLNEEGNVERDAEGNQEGHVERDVEGNQEEEASGSQPSAGQKRARGQ
RGAAKKLEGQHIITEVDEDGRPSAPAEAAKNYVRHSGWVVQDNVPVSTVYWRRTRACGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGKTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLLEWGIEPATANWPERSKFWYYAHGGTLNPADGSLEDIHTYRSRMRSKRDTEAKIADL
EFRVSSYELSMQEEVARKVDERMAAHRSNDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDKTTCPVDDITQRT
PCELHIPFKNLSIKVASGMAIPTDPSAPSPPQAPAPTPPQAPAPTPPQAPTPTPPQAPLTAPSKSRAPQAPPPAPTKATK
KAKVDAAKNKDPGYDCTQEELDAYVASEVRRQFKPRSPEKKIPIDPSVRNFFRDQLLGDAPIEKAEVKYMYELGKPLVKP
ELLQSLPTQMYKFHQVYMEMSATDREMIGARIRDTDFLQGDDILWINFKAIYELYQLDALGVSIMSCWILMEIQRARRRG
VFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQLYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVF
ELIDRDWYRFRHLVRGKWRETLRRKFKSPCGKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLITHKEFIAAV
QEQLMGFINEQILDPKGEFYYDGKTIHRIDVEHLYAEIIGLLDKIMAAPAPSSFNLRSILEIEKLTGTNFMDWYRNLRIF
LRQEHKEFVLIEPFPANLPNNAPAAQRREHEKRCNDYLDISCLMLATMSPELQRQYEALDAHTIITGLRNMFEDQARAER
FNTSKSLFACRLAEGNPVSPHVIKMIGYTESLDKLGFPLSRELATDLILQSLSPSFEPFIMNFNMNNLNRTLAELHGMLK
TAEESIKKNSNHVMVMHKHKPNNKKSDQKRKLNSDEITSTSNSKTKVQKTGPAKDAECFFCKETGHWKRNCKKYLEQLKQ
KQQDGKSSTSGINVIEINLATSSTDSWVFDTGSVAHICKSLQGLKRSRSLARGEVDIRVGNGARVAAVAVGTMPLSLSSG
*                                                                               
>Osat_LOC_Os06g25670                                                            
MPAIMDRDIMSDALADLAIELDLPAKSDIMVIINKMLLPSTGLYIRPKDAWIGSDLQKVARINWSKAVFDALRDNVILRH
KNKTGPRQQTYIHRRITFLVLLYINNLKVPKDSLTVDHCQTPRIQLYTKQLVEDISQEDRVTDSSGNYVFGNLPMNGILG
LCYSHPDYDKEKEPRGDNSGTPFADELVSTVEISFPSMFDSVGPHLSGLQDEHKQRVLDALGEYDHQSKLSADAIAKQIR
LVQTCHARVSDHIISIIRGESRTQPPPDPQPQPASHSQPDNQHGPVASQTSEEAQDHHTHSTPDISPTNSPALQPSRIIT
PDAALNATPQITSTEPHPHLPGELFPTMDKTATGDETQAHTPQPDADFQRGGDVGIIAITMTFEGTYTTQSHTADGIERH
HDLPDADVEHGIETDISMQGNTAIDVTTEGTNTAKSHSGYQIDGHHHHPDADVEHSSDIDIPTQGIIQPTAPAVEPALPD
FGVPNTLLALTAYVQDETAEHNTQGDSSHDDDDNLSHSLPPDELLTDSQPAAKIDQICIMEGAYHDSTEVNKEADDGARQ
HASPVKRCVKRAASAKATDIAASFKAGSMTEGIFIDAFASLLFKDEMRDNPETFGKKIFIPTSVTGLLNIENVTRVGSKD
NFSPRALAEHLSKCLKGVNLSKAEQLLLPIINNDHWTLHIVYLNQGSFDILDSNDYDQIGGKESQHHYPLA*        
>Osat_LOC_Os06g27900                                                            
MYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKASGSQPSVGQKRACGQRGAAKKLEGRHIITEVEEDGRPS
ALAEAAKNYVRHSGWVVRDYVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTKDKVKRRTLKKMAEQFQ
SFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVSYKTGEQGQAMMERNKENTAKKKYHHHLGSGGYSVAMPKWEEMEASL
LERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRERDELSLALQTPEHPGR
TRGKWVIPWKIGFKEDIHTYRSRMRRKRDTEAKIVDLEFRVSSYECSMQEEVARKVDECMAAHRSHDPQPTIPPAMVSLS
GNRSSCASTGLVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEV



ELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPRRQAASRAPSPPAPPSPPEDLTPSPPHAPAPSPPQAPAP
TPPQAPAPTPPRASTLTPSQASLPAPSKSRASQAPPPAHTRATKKAKVDATKNKDPGYDCTQEELDAYVASEVKRQFKPR
SPEKKIPIDPSVMNFFRGMSAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEEFITDTGLTT
DQLLGVAPIEKAEVKYMYKLDKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGYDILWINFKGIYE
IYQLDALDVSIMSCWILMEIQRARRRGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVL
LLFDLSACTVNVYDSMDKKESMFDKVFELIDRAWYRFRHLVRVKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLAD
QIITTRELDEFIVAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASELATTITSKS*                      
>Osat_LOC_Os06g28030                                                            
MVLDTEIESLGTQAHWLHEWHCSYQVRSMNHKIAFLDPTVVNFDKQCTSEAEIDRYLFDALVKLNGCDHILLPYLSHHHW
ILLVINIDDSSICIYDSLRGIDKYQTILSALNRAYKKYRRSGRSYGRCKIDATEFRIFEHKYILRQLEATDLCGFYVMRY
MLYFVEDGYNHRNAEKLGLDTSEILPHVFKALTDEFCGFICHHVVDPTGEYNINKVPQRVQSSVPPPRDQAAKKLAPRKR
KTS*                                                                            
>Osat_LOC_Os06g28160                                                            
MATGGRRGAGLSTARQEARRDGDGNATTTRRGSGAGREAATRQASGTRGARRRRDGRAARGARGARRRDGGAATGQSRGG
RRRWRRRAAAGGIIQPYAPAVEPELPEFGVPNTILALTAYVQDETAEHNTQGDSSHNDDDNLSLSLPPDELLTDSQLAAK
IDQIYILEGASHDSTEVNKEADYAARQHASPVKYCVKSASPMKHCVKRAARYVPPSSQSVPKDDNVAVQLLDLILSDPTQ
FGRFVPFLPIACTLQIHNCFILILPHLLTQSNILPHSPHLVEVDCYSANATDIAASFKVGSMIEGIFIDAFASLLFKDEM
RDSPETFGKKIFIPTSVTGLLNIENVTRVGSKDNFSPHALAEHLSDCLKGVDRLKAEQLLLPIINNDHCTLYIVYLNQGS
FDILDSNDYDQIGGKQSQHHYPLAQKVLKRLSDGFQSFMPKVFKKFGNYHREFVKCPKMVPCSNDCAVYVIRYMERYQGN
PDKLADDFQPPDSRVLRAQILHQLIFHCFNLAPCIHPAIEGLRPLDDGEGSSH*                          
>Osat_LOC_Os06g29310                                                            
MAGGEDGADGVGDDTELRRFSDVELLEKSRRIQGELSGGIERRLKDRGAKFRRLLDAIVREIDRRKAATDDDRCARVVQS
GCAESSVKQQAVTISDFRSSFGIDEEAGVDVSHLETSACIGDPKTSTDNEGILCEEEDSCKCKPSTSQKASYVDRSTYME
NIDAADDGKDNGYSRICKDAHTSRKRNGEFSPTFSMRLRSRKVVEEVVLLDGDTCISDSAEKTSSACDAMKIHYPSWDTP
NSIELSYSDMKCLEPESLLSSPILNFYIMYLMGQMPSTSRLGGKYHIFNTYFFSKLEALTSKVDNDAYFLNLRRWWKGVD
IFKKAYIIIPVHADAHWSLVIICMPAKEDQSGPTIFHLDSLKFHSSRFIFSTVERFLKEEWNYLNKTGSLEDCHLHESVW
KNLPRKIKKKAVTVPQQDNEYDCGVFVLYYMRRFIEEAPERLNNKDSSNMFGEGWFQREEASALRKEMQALLLRLFEEAK
DNNHMRDPTTPVSATAEHPVEVLSTEPAVPDHPRNAVGVATS*MAGGEDGADGVGDDTELRRFSDVELLEKSRRIQGELS
GGIERRLKDRGAKFRRLLDAIVREIDRRKAATDDDRCARVVQSGCAESSVKQQAVTISDFRSSFGIDEEAGVDVSHLETS
ACIGDPKTSTDNEGILCEEEDSYAADDGKDNGYSRICKDAHTSRKRNGEFSPTFSMRLRSRKVVEEVVLLDGDTCISDSA
EKTSSACDAMKIHYPSWDTPNSIELSYSDMKCLEPESLLSSPILNFYIMYLMGQMPSTSRLGGKYHIFNTYFFSKLEALT
SKVDNDAYFLNLRRWWKGVDIFKKAYIIIPVHADAHWSLVIICMPAKEDQSGPTIFHLDSLKFHSSRFIFSTVERFLKEE
WNYLNKTGSLEDCHLHESVWKNLPRKIKKKAVTVPQQDNEYDCGVFVLYYMRRFIEEAPERLNNKDSSNMFGEGWFQREE
ASALRKEMQALLLRLFEEAKDNNHMRDPTTPVSATAEHPVEVLSTEPAVPDHPRNAVGVATS*                 
>Osat_LOC_Os06g29410                                                            
MSTTTSESSRARTPRTGNKIPKEQFRITAVDAVGLPTSPRKTLSRFRSICGVIGRQKFSILQDDIKLVPAAEKDIAWLTF
KESFDYPAELEDRLRRAAFQVMGNAWKNFKTKLVGEFVYNPVNPDPREKFSWITEQVWEEFHVKKSTPESRARSKAYRLL
QTRNQHPHQLGTAGYAGKDEEWQREDEEASQSCTPLVFGDIPHSRARNWARARYQKNDDGTIFMSNVEDQRVYEAIKELV
AEQQASQEAYSQRREDDLLTKALGNKEHRGRTRGVGSSVPWKYGFPENAWQYKKWTSNKAEKDARLEAKIRASIKAELTS
EFDEKLESMRAKIRQEIREEQQNPQAAAAAHEELGSPTQKRSSCASTELAENPTSVDSAVDHIMELTSCTLTVRVMPTFT
VPAAEGLAYKPTPETRVHGAQLRADCAKVQVDSVKPEYELFPLKYPSNDEVLSLGNARGTFIQWPKDLIEIKVTARPTTA
PGGRPPKRPASAPSAPPAQDHHAQSYDVQLQYDTDFGEDRTEADSKAIHEPPPMKKSRKVHSSPQRITLDKPEAKGRGRG
GKVQASLLALRKLDLGKGQEETKGKEVKKKYVAPQEFQLGMPLVGDDVLAAMGTACKDLHYYMEKFNARKPSKATDILGE
HDGKPFLGSTNYIVVDFKDLFDLYRLRAVDTSLLKCYSLLSWQWCQKHAPEVAFLDPQVVTVTNLQNDHQGMVNYIYDTL
WSRRDKEYIMCAYNQYAHWILLVITPKWSTCHYLNSRIDKNTYDWTPIQLAIDEAWAQYMQRGGLRKTRHDTLIHKKDFP
VKQQIGDQCGFHVCHNMRLLYREKVKTLAEFEGTITKSLPTSFEEAMMNTYYATVMM*                      
>Osat_LOC_Os06g30580                                                            
MEIQRARRRGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKTFRLLPYNTEFHWVLLLFDLSACTINVYDSMD
KKESTFDKVFELIDRAWYRFRHLVRSKWRERLRRKFKFPFIRMRDNLTTHKKFIAAVQEQPMGFINEQILNPKGEFYYDR
NTIHRFLASELATTTTSKS*                                                            
>Osat_LOC_Os06g32280                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNKEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMHETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPQWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKWVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPATVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIIL
WRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPAPTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRA
SPAAPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSD
YERTLKKASSGKSKPVPQLGEQPTQEIEPLVTGKEMTIEQFITDTGLTMDQLVGVAPIEKAEVKYMYELGKPLVKPELLQ
SLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGNDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDT
GFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELID



RAWYRFRQLVRGKWRERLRRKFKFPCAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHTEFITAVQEQL
MGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                        
>Osat_LOC_Os06g32760                                                            
MEKWFTFPAEAKDRLKRKAFQKMGKAWKNWKSKLFTEFVNPPGNHTPFDEYPQITEAVWEEFCSFKTTQEFRESSEAHRV
LQQRNEHPHRLGTAGYIGKEAIWAQEDAAAAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGL
VAEQASQSEVESAPKRREDDILTKALGTKEHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEEKDARLKAELKVEAIQE
LEASMNARVEERVNKVLADMNIPRVTTPAVQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLA
RVHPTFAPEVAEGMAFKPSVTDKVHGADLLAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKM
TPRPSRPTELTPPKSKLSIEAPRGPALSVPHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAP
EPKRGKAATSMPVSKSGKVVRAPAQFELGMPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSP
AYITIGFDDLFDLFRIRKLDTGLLKCYSLLCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIM
CAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGF
HVCHNMSTLLREVKDFDPEVVANGE*                                                      
>Osat_LOC_Os06g33160                                                            
MPPPARHAAAFAAAQRRRRMPTPRRRRRRHAAAAAATPPRQPPPRCRHTAVNERERERSNERERERTRQRTLPRERERER
ERSNERDIRGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEK
EMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMME
RNKENAAKKKYHHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARR
LTDAVEASSQGTFRPDRDREELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYEL
NMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFK
NLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGPYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAA
SRAPSPLAPPSPPQDPAPSPPHAPPAPSPPQAPAPTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPSPAHTRATKK
AKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSK
PVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYM
EMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLD
QYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTINVYDSMDKKESTFDKVFEFIDRAWYRFRHLVRGKW
RERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIATVQEQLMGFINEEILDPKGE
FYYDGNTIHRSLASELAATTTTLKS*                                                      
>Osat_LOC_Os06g33870                                                            
MKPGIYLIRTNVPSLGGNTLAPAGDERLEALVLTGRGEAFHWVLLLFDLEACPVNVYDSMDKKESTFDKIFELIDRAWYR
FRHLVRGKWRERLRRKFNFPCAKQAQGTNLCGYYMCEYCHCLADQIITTRELDFIHMRDNLTHKEFIAAVQEQLMGFINE
QILDPKGEFYYDGNTIHRSLAAEIMTTTTSKS*                                               
>Osat_LOC_Os06g34000                                                            
MAAHRSHDPQPTIPTAMVSPSGNRSSCTSTGQVGSQSMNAMQTQDESTCPIDDITQRTPCELHIPFKNLSIKVASGMAIP
TDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWHRRYIILPGRQAASRAPSPPAPPSPP
QDPAPSLPHAPAPPPPQAPAPTPPQAPAPTPPRAPTPTPPQAPLPAPSKSRASQAPPPAHTRATKKAKVDAAKNKDPGYD
CTQEELDAYVASEVKRQFKPRCLEKKIPIDPSVRNFFRGVAPIEKAEVKYMYELGKPLVKPELVQSLPTQIYKFHQLYME
MSATGREMIGARIRDTDFLQGDDIQWINFKGIYEQYQLDALDVSIMSCWILMEIQRARRRGVFDTGFIDPRKVNVAMLDQ
YPQATEDNLVHLLKAQHYKTFILLPFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRDNWRERLR
RKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIPAVQEQLMGFINEQILDPKGEF*   
>Osat_LOC_Os06g35150                                                            
MDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CLVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLV
EDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKDCTHCMDETESTYLKHCRKVVYMGHRRFL
AANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRH
AIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKV
PSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKLCAFMNAISQKVIDPDRLEALQNEVVQ
CLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCDTGF
IDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRA
WYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMG
FINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                          
>Osat_LOC_Os06g36420                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKALQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRIQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDRVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV



PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLQQSSTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os06g39090                                                            
MDKVKGHGKNVRSDIMSSSYVSLEDQEEYKIMGTVVFSSEEEGYKFYVDYAKGKGFSVRKNNLKRKDGEIIWRQFVCSCE
GYRELKHFERTDRKREPRALTCCGCLAKLEIERNEEKGVHRVMSDSKKAQAVELRMSGLRAFQIMEVMENNYDELDEVGF
VRKDLYNFFTRTYRVNKYNLPFIPFIGVNHHRSTTIFGCGILSNESVNSYCWLLETFLEAMRQVHPKSLISDGDLAMAKA
ISKSMDEEEFERRWADFKENGGTGNGQWIALIDVPTKGEVGSCLYRWEILVGIDADPLEKDAVRIYTAVVFKKVRAQIRL
IAGLEVISGTNQDGSSLYVFGLKDDNEVWDEVRVTFRGQSLEEVSTLKRKGIIRFWQQRKDFKEISKDEYFAKNNEFATW
SKEEKGKFFSDLSLESARDLFEKFVKTWNKGKLPSQYYEGITRGPRWVLQIAGEEASMKDRFVSPHRQTANRSHAIKNTV
GHHDCEHAEIQPSTGTLVCSPHAMSEVILHLSPPQKKAIEVSGLGNLLKINKIHIYRDLCNEIARSYDKEKKAFNINGTF
VTMTLDDVDCLLGLPSKGDEIFEAPKINKPELFNLYKKEGQTTITLEALRVAIINSSSYDDHFIRRFILFSIGSFICLTT
QRYVRSGYLNLVDDVDKMRELNWSSLTLNQLLKGILKFREKETNIEGNVCLLQIWYWEKLRIDKLAVTIYHSGRERQLIQ
YWDKIKEKKRLFYLFGKGQVVDDIRGTIDCKEIPNENAHDNDSETRTNEDFVCTSEEVHSIISTEQSADITLQERIQESI
QTLQDNFNDFTKDFWPRMRALILDCMENDSKCPERKDTTHVFEDVEQEQIDPREHVSNHNEEYYINQNENMTCETKDNSN
QSNQSRKRLTGPTGRTYKPTNRTDFIYETRGKKKDIIRTQAQTKKTIVYIEKEDLTQQIIDNGPPKNALRELTKKEDPFI
TYINNTEDNKVMVHIEQVEVKWIRMKVLTQPEFLNDDVMDAYIQCLRYKVKGIRGDGKAFLEMAIKISLLNVEGVHVEAS
KPRNKRWIRDMARGYLAFDMIFLPINIKDTHWYLAVINAKRREVDGDSGGVKGAAVHGEENVAAVAGGSDAVKRPHREPA
EAGGGAATRRDSLEKGAGEEDGDGGGSQAGAETPPEEKAARATSNGLRRREAADSGGGGEADVDGEVLAG*         
>Osat_LOC_Os06g41470                                                            
MAVQQPEIHELPQEQHTSMSGGTSASRSSRNPRSQNIWPTTVQVIREVDASGRPTAPRTVIGRWSNCCGLAARENFGILH
KDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKNWKSKLFTEFVNPPGNHTPFDEYPQITEAVWEEFC
SLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAAAAAANVPTPFSDIPEQRARNWARARGKVNPDGSV
TFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTKEHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKE
ERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPAVQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAP
LAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFNPSVTDKVHGADLLAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGD
ARKTFIQWPKEDIVVKMTPRPSRPMELTPPKSKLSIEAPRGPALSVPHSPGGADMDLADIAQSLAPIKTTRKADSSPPLV
KDQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELGMPLVEDNVLAVMGIACRELHKQYMELSNAKRKMR
ESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSLLCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVV
DYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRHKEGKNELY
HDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*                                     
>Osat_LOC_Os06g42290                                                            
MKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRA
PSPPAPPSPPQDPAPSPPHAPLAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVD
AAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQ
LGEQPNLEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSA
TGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQMARRRRVFDTGFIDPRKVNVAMLDQYPQ
ETEDNLVYLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSIYKKESTFDKVFELIDRAWYRFRHLVRGKWRERL
MRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYD
GNTIHRSLASELAASTTTSKS*                                                          
>Osat_LOC_Os06g42500                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERNAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEATKNYVRHSGWVVRDNVPVSTVYWRRTRAHGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHDGTLNPADGSLTPEHPGRTRGKGVIPWKIGFKED
IHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQS
MDAMQTQDESTCPVDDITQRTPYELYIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPG
GDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPT
PTPPQAPLPAPSKSRAPPAPPPTHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRPFKPRSPEKKIPIDPSVRNF
FRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKVEVK
YMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCW
ILMEIQRARRRRVFDTGFIDPRKINVAMLDQYPQETEDNLVHLLKAHHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDS
MDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRD
NLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELSASTTTSKS*                        
>Osat_LOC_Os06g42580                                                            
MREVVRGDAGGGPELGGDGGERERRRELDSDGERGRRVAETVEGGTGKVYIGLGGEESGRTRGKRARKIRPPLMAPARFH
WVFLLFDLEACTVNVYDSIDKEESMFDKVFELIDRAWYRFRHLVRGKWRERLRRKFNFPCAKQKQGTNLCGYYVCEYCHY
LADQIITTRELDFIRMRDNLITHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASEITTTTTSKS*       
>Osat_LOC_Os06g49560                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGLAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEEKDRLKWKAFQKMGKAWKN



WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AVAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRSRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDTRLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAVVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPHPSRPTELTPPKCKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHNHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os06g50010                                                            
MADRDEEQILYDTIVEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEDAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGY
DCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEI
EPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGAR
IRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHL
LKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFHHLVRGKGRERLRRKFKFPCA
KQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHWSLASELA
ASTTTSKP*                                                                       
>Osat_LOC_Os07g09170                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSKKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLGTFRPDRDRDELTLALQTPEHPG
RTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSP
SGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYII
LPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLA
HTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKK
ASSGKSKPVPQLGEQPNQEIEPLVTGKEMMIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMY
KFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRK
VNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTINVYDSMDKKESTFDKVFELIDRAWYRFR
HLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEE
ILDPKGEFYYDGNTIHRSLASELAASSTTSKS*                                               
>Osat_LOC_Os07g11030                                                            
MPPPPRHAAAATPRHATAATPRRRRHGPTTPRRRRANRCPDAATPPLTNENENDRMNESENEHVNVRCRDNVNENENDRT
NESENENDRTKTSENEGTNVNELGNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVER
DVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTR
ARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEF
VAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSIAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADG
SLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEA
KIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDD
ITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIIL
WRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRA
SPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSD
YERTLKKASSEKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQ
SLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDT
GFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESMFDKVFELID
RAWYRFRHLVRGKWRERLRWKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQL
MGFINEEILDPKGEFYYDGNTIHRSLASELATSTTTSKS*                                        
>Osat_LOC_Os07g11430                                                            
MNENVNERTNVNEHEDFGIQEFINDTGLTTDQLLRGAPIKKAEVKYMYELGKPLVKPEQLQSLPTQMYKFHQLYMEMSAT
GTEMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRGVFDTGFIDPRKVNVAMLDQYPQA
TEDNLVHLLKAQHYKTFILLPYNTEFHWVFLLFNLEACTVNVYDSMDKKESMFDKVFELIDRAWYRFRHLVRSKWRERLR
RKFNFPCTKQKQGTNLCSCYVCEYCHCLVDQIITARELDFIRMRDNLITHKEFIAVVQEQLMGFINEQILDPKGEFYYDR
NTIHRSLASEITTTTTSKS*                                                            
>Osat_LOC_Os07g11520                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTANQQPEIHELQQEQHTSMSGGTSASRSSRNPRSQNIWPTTVQVIR



EVDASGRPTAPRTVIGRWSNCCGLAARENFGILHKDIRKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEFVNPPGNHTSFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
ATAANVPALFSDIPEQIARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKWKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNRSVQHDAS
PSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADLLAEYAKVSIDTV
KDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSVPHSPGGADMDLA
DIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPLHKQYMELSNAKRKMRESSIVGHHDHQPF
LSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSLLCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDK
EYIMCAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGD
QCGFHVCHNMSTLLREVKDFDPEVVANGE*                                                  
>Osat_LOC_Os07g13010                                                            
MVATATDDGGCNGGAARLNRRQRRRRLGLRGGGARRDGRLRQRRRRINYLDFKDFGFRNIPIGPPPRISVWKGGMIKEYS
KMDECKTGDFGKRPLIDDISTVCKWFTRELSDTTYGKNAQLAAKVLDCVYMSKASLFTQKDSTITREEKSREEKIKEGRK
QGGSNVAHNGNAPPLEQNHPNNTDVCSQLPKTPQTKSTVEHETKSNINNTSTSKGAPPTENVICSQLQTTPPSKQTEQEN
SKSNSNKDNACKETQYADKKASSKDFVCSQQSNNSVASRTRAKILHSASPLSVVSISPSKKNSSDQKIRKAVRKQPLKAT
QPISTQPDKEESNKDGLFVEPICTIPAKKEEKQIDIVLENTSNFRKQMKLEHTGTNIMDIEHSSIQVTQGERYMNTPKTC
INNKVGVQHLSANFTANMGNRRLEGQHCDENEYQDDFAEFLYEEEPSDNIDMVEQRAQPQINNEQSSPQTPLHINITSAR
TPATKKSSQSSPNIEERQYSMTRIIDSLNASGNCSGTRHNLYRPKRIVHPSKYKSSPYDNYTRHQTISAAELNHYNNILS
IGETQQYKNKFAVLMDNVKVTWSSLSKYLSPRGVVDTYVLNAYAKKIANDQNNKENEYMNFYFFHRSSVYFLKNWEGAGK
EEDYENCARQAFTLARNKKPLHYYDLLIFPCLYDNHWFVFTVDIKGHHFVFLDSIYDENSKYHKKIQGLLIPGFIAMWEE
FSDVEKDFSKFDIQYPQITRQNNGHDCGIYAMKCMEWWNPRMHLKDMIRPEYIPNMRKQIANDLLFSEYNSQEEAKILAR
SFNPTKHGKYARQQ*                                                                 
>Osat_LOC_Os07g13080                                                            
MEASLLERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDREKDELSLALQTA
LSRTNTRERGDSLEDWVQGGHPHVQESDKKQERYRGEDCRSRVQGIELRAQHARGGGKEGNRSSCASTGQVGSQSMDAMQ
TQDESTCPVDDITQQTPCELYIPFKNLSIKVASGMAIPTDLSGTYHCRPIPAGYSKVELELVEGAYEDLKLDYPRGDGET
HLRDTSHAIILWRKRYIILPGRQAASRAPSPPAPPSPPQAPAPTPPQAPAPTPPQVPLPAPSKSRASQAPPPAPTRATKK
AKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSLVKKIPLDPSVRNFFRVPQLGEQPNQEIELLVTGEDFGIQEFIN
DTGLTTDQLLGDAPIEKAEVKYIYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATDCRFHWVLLHFDLEACTVNVYDSM
DKKESTFDKVFELIDRAWYRFRHLVRGNWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDN
LITHKEFIAVVQEQLMGFINEQILNPKGEFY*                                                
>Osat_LOC_Os07g13850                                                            
MSGGTSASRSSRNPRSQNIWPTIVQVIREVDASGRPTAPRTVIGRWSNCCGLAARENFGILHKDIGKVTEAEKERAWTAM
EKWFTFPAEAKDRLKRKAFQKMGKAWKNRKSKLFTEFVNPPGNHTPFDEYPQITETVWEEFCSLKNTQEFRESSEAHRLL
QQRNEHPHRLGTVGYIGKEAIWAQEDAAAAAANVPAPFSDIPKQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLV
AEQASQSEVESEPKRREDDIFTKALGTKEHPGRTRGIGSDVPWKHGLPQYSSQYRKWKVSKEERDARLKAELKVEVIQEL
EASMNAKVEERVNKVLADMNIPRGTTPVVHPTPRAQHDASPSQHRSSCASIEVLAPGLPIAPLAAVDHIEGVAQCVLLAR
VHPTFTPEVAEGMAFKPSVTDKVHGADLLAGYAKVFIDTVKDTWSGYLLPVPPNDEIMTLGDTRKTFIQWPKEDIVVKMT
PRPSRPTELTPPKSKLSIEAPRGPALSVPHSPGGADMDLADIAQSFAPIKTTRKADSSPPLVKCQKRERGKGKVGELAPE
PKRGKAATLMPVSKAGKVVRALAQFELGMPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPA
YITIGFDDLFDLFRIQKLDTGLLKCYSLLCWIESRRLGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMC
AHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFTEITKALNMAWGPYVEKGGRHKEGKDELYHDTKFACAQQIGDQCGFH
VCHNMSTLLREVKDFDPKKGRAGLKISPINTPAIRGEVVEVEDIMALIHLRAWLANPEASQYLAFIFFLELTHQ*     
>Osat_LOC_Os07g15140                                                            
MLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENA
AKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVE
ASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEV
ARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKV
ASGMAIPTDPSGTYHCRPIPAGYSKVKVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSP
PAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAK
NKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTQKKASSGKSKPVPQLGE
QPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGR
EMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETE
DNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRK
FKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNT
IHRSLASELAASTTTSKS*                                                             
>Osat_LOC_Os07g15350                                                            
MAAAMRVTATHGQETDGGGDDTTTCVPERAAAAGNGDAEACSNTAEIDGASAAQIDRVAEMDRQWMYADRRSKEFIDGVH
YFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQYVGFE
GNQTSEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHKKLDTTLELLQWKAKNGVSDK
AFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVD
GQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEELQQDGMLRHPADGSQWRNIDRKFKEFGKDARNIRFGLST



DGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQ
EEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHC
TKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLG
VYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFT
NLKSHDCHVLMTQLLPVVIRGILPDNVRATITKLCAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHL
LCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGK
GTLGRKAIMTVDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLA
FLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRL
TGGGVMIDDSGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDQPKRQVVLPGKRKIVGVEDKTDEDYDQ
LDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAE
GNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPV
STVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFP
KLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAH
GGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRSRGKGVIPWKIGFKEDIHTYRSR
MRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQ
DESTCPVDDITQRTPCELHIPLKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVKGAYEDLELDYPGGDGETHL
RDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPL
PAPSKSRAPPAPPLAHIRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASV
KEAIKLSDYERTPKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTMDQLLGVAPIEKAEVKYMYELGKP
LVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRA
RRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTF
DKVFKLIDRAWYRFRHLVRGKWRERLRRKFKFPCVKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEF
IAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                
>Osat_LOC_Os07g15800                                                            
MNVNENERTNVNEPTNVNENERTNVNENKVNERERERCQTNVNEPMNVNVKCNYRQVNERERTNVEAAKNYVRHSGWVVR
DNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMFETFTLPAGIEDKVKRWTLKKMAEQFQSFKEELYMKYILNGQTPN
FDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEEMEASLLERGIEPATANWPERSKF
WYYAHGGTLKPADGSLTLEHPGQTRGKGVIPWKIGFKEDIHTYRSGMRSKRDTEAKIADLEFRVSSYELSMQEEVARKVD
ERMAAHRSNDPQPTIPPAMVSPSGNRSSCASTGQVGSQSLDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPMDPSGTYHCRPIPAGYSKVEVELVEGAYDDLELDYPGGDGETHLRDTSQAIILWRRRYIILPGQQVASRAPSPPAPPS
PPQDPAPSPPHAPAPSPPQAPAPTPPQAPAPTPPRAPTLTPPQAPLPAPSKSRAPQAPPPAHTRATKKAKVDAAKKKDPG
YDCMQEELNTYVASEVKRQFKPRSSEKKIPIDPSVMNFFRGMSAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEEFITDTGLTTDQLLGVAPIEKAEVKYMYELGKLLVKPELLQSLPTQMYEFHQLYMEMSATGREMIGA
RIRDTDFLQEDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRTKRRGVFDTGFIDPRKVNVAMLDQYPQATEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKKGTNLCGYYVCEYCHCLVDQIIITRELNFIRMRDNLTTHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSL
TSELATTTTSKS*                                                                   
>Osat_LOC_Os07g16810                                                            
MGLLGIELASLASPDPVLGILECSWPLKSLTEGFTDQSARGRVGPAFSLAGVGDKLYALLPRDTFQEDPIGAAPVEGPFY
KHVPFGDVRELFGFGAILRKSVIVEVPHDSVTVSKRFFLQMDRQWMYADRRSKEFIDGVHYFLRVAEANRKRGFICCPCN
KCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQFVGFEGNQTGEEEIAADGNDVADDL
GQMLQDAREDSESEKEAHKLDKMLEDHRTSLYPSCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGKKLP
ETTYEAKKIVCPLGLKVHKIHACPNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIP
RLRRLFRNKGNARMLRWHAEERQHDGMLRHSADGSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTM
CIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALS
NLSGQSNKGYKACTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKV
VFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQ
RGDLHPEPKEKGSHYLSPASYTLSKVEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIR
GILQDNVRATITKLCAFMNAISQKVIDPDRLDALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMF
PFERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLRRKAIMTVDNNLFRKAH
FTVLQHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSWSIATFQGYEING
YTFYTRAQDMKSTNQNSAVCVDAMGHDGTTATYYGAIEDIRELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKV
GYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNE
DTPYSRSDHKEGTIMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEAS
GSQPSVGQKRACGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSRVYWRRTRARGDHESFVPD
SEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQA
MMERNKENAAKKKYHHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREA
ARRLTDAVEASSQGTSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSC
ASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVDLVEGA
YEDLELDYPGGDGGTSSSLGDKRRLVHHLLRLRHLLLKILHRLLLMLRQHRLLLRILHRLLLGLLHLLLRKLLFRHLQSQ
GPPPAPSPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKL
SDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPEL



LQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILFHWVLLLFDLEA
CTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRE
LDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                
>Osat_LOC_Os07g16890                                                            
MEKWFTFPAEAKDRLKRKAFQKMGKAWKNWKSKLFTEFVNLPDNHTPFDEYPQITEAVWEEFCSLKTSQEFRESSEAHRL
LQQRNEHPHRLGTAGYIGKEAIWAQEDAAAAAANVPAPFSDIPEQRARNWVRARGKVNPDGSVTFENKSDAVVYQELGAA
QCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADLLAGYAKVSIDIVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKE
DIVVKMTPRPSRPTEFTPPKFKLSIEAPRGPALSVPHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKREHGKGK
VGELAPEPKRDKAATSMPKRGKAAPAQFELGMPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVRHHDHQPFLS
SPAYITIGFDDLFDLFRIRKLDTGLLKCYSLLCWIESRRLGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEY
IMCAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRHKEGKDELYHDTKFACAQQIGDQC
GFHVCHNMLTLLREVVEVEYIMALIHLRAWLANPKTSQYLAFIYFF*                                 
>Osat_LOC_Os07g17140                                                            
MAPQRHAAAAVATPPPRQPPPRCHHTAVNERERERSNERERERTRQQKTCCRSRPSSLSGRASPRRNWSRQMADRDEEQI
LYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVQEDGR
PSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQ
FQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEA
SLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHP
GRTREKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVS
PSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKV
EVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRWYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQA
PASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPTHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQF
KPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTG
LTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRG
IYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFH
WVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFPHLVRGKWTERLRRKFKFPCAKQKQGTNLCGYYVCEYCHC
LADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILNPKGEFYYDGNTIHRSLASELAASTTTSKS*      
>Osat_LOC_Os07g17340                                                            
MNENENDRTNESENEHVNVRYRENVNENENDRTNESENENDRTKTSENEGTNVNENKRTNVNENERTNVNELGNMADRDE
EQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKK
LEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVLARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLK
KMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKW
EQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQ
TPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIP
PAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSDTYHCRPIPA
GYSKVEVELVEGAYEDLELDYPGEDGSCTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCFYTYSPASSSSGTFKVKGPPA
PPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSLEKKIPIDPSVRNFFRGMSASVKEAIKLSDFER
TLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLP
TQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFI
DPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKCAKQKQGTN
LCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAAST
TTLKS*                                                                          
>Osat_LOC_Os07g17510                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEVNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGGAKKLEGRHIITEVEEVGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPEQSKFWYYAHGGTLNPADGSLVFGYQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHYPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSPSTVSTSGSSIDSSSGSCTDSSSCSYTYS
PASSSFGTFKVKGPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRG
MSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMY
ELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIKDTDFLQGDDILWINFRGIYELYQLDALDVSIMSYWILM
EIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDK
KESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLT
THKEFIAVVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                           
>Osat_LOC_Os07g17540                                                            
MPKWEEMEASLLERGIEPATAKWPDRLKFWYYAHGETLNPVDGSLVFSDQIREAARRLTDAVEASSQGTFRPDREKDELS
LALQTLEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTETKIADLEYRVSSYELSMQEEVARKVDERMATHRSHDPQ
PTIPPAMVSPSGSRSSCASTGQVASGMAIPMDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHA
IILWRKRYIILPGRQAASHAPSPPAPPSPPQAPAPSPPHAPAPSPPQAPAPTPPQAPAPTPPQAPRLAPSKSRAPQAPSP
APTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVRRQLKPRSPEKKIPIDPSVRNFFRGMSARAKEAIKLSDYERTLK



KASSGKSKLVPQLGEQPNQEIEPLVTGEDFGIEKFITDTGLTTDQLLRGAPIEKAEVKYMYELGKPLVKLEQLQSLPTQM
YKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDASIMSCWILMEIQRVRRRGVFDIGFIDPR
KVNVAMLDQYLQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRF
RHLVRGKWRERLRRKFNFPCAKQKQGTNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLITHKEFIAAVQEQLMGFINE
QILDPKGEFYYNGNTIHRSLALLR*                                                       
>Osat_LOC_Os07g17950                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDEEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQVMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDER
MAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPLGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDG
ETHLRDTCHAIILWRRRYIILPGLQAASRAPSPPAPPSPPQEPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPIP
PQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNCFRG
MSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITVTGLTTDQLLGVAPIEKAEVKYMY
ELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILM
EIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDK
KESTFDKVFELIYRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLT
THKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                           
>Osat_LOC_Os07g18090                                                            
MPPPPRHAAAATPRHAAAATAPQRHAAAAVATPPRQPPPRCRHTAVNERERERSNERERERTRQQKTCYRSRPSSLSGRA
SPRRNWSRQMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPS
VGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTMYWRRTRARGDHESFVPDSEKEM
LWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSLKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQTMMERN
KENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLGTFRPDRDRDELTL
ALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQP
TIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAI
ILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPLKS
RAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSLEKKIPIDPSVRNFFRGMSASVKEAIKL
SDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPEL
LQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRAQRRRVF
DTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFEL
IDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQE
QLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                      
>Osat_LOC_Os07g18210                                                            
MPPPPRHAAAATAPQRHAVATPPPPPRRRANRRPDAATPPLTNENENDRTNESENEHVNVRCRENVNENENDRTNESENE
HVNVRCRENVNENENDRTNESENENDRTKISENEGTNVNENKRTNVNENERTNVNDLGNMADRDEEQILYDTIAEGSSQY
WNEEEGNEDPNQYLNEEGNVERDAEVNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGGAKKLEGRHIITEVEEVGR
PSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQ
FQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEA
SLIERGIEPATANWPEQSKFWYYAHGGTLNPADGSLVFGYQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHP
GRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVS
PSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKV
EVELVEGVYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCPYTYSPASSSSGTFKVKGPPAPPPAH
TRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSLEKKIPIDPEAIKLSDYERTLKKASSGKSKPVPQLGEQ
PNQEIEPLVIGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGRE
MIGARIRDTDFLQGDDILWINLRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETED
NLVHLLKAQHYKTFILFPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKF
KFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTI
HRSLASELAASTTTSKS*                                                              
>Osat_LOC_Os07g18300                                                            
MTARTCAAGEMNNVVTAVVMENNQRRASISELAYNRRGSGKAPHDGGGDRAVVEEAEQRRTDSSQRAVMATSSNNSDFVH
VEGKGVRCSPRLNKFKQSDIGLLKKTCSSLPKKSCASTSGNKKRKRAENGKEGCSFPKDMTLWLLNHVNTELGTLEFDGL
SIPIRPLIKKVIGIPEGHMRLKLTEDTDHRLKEKFIEGGRGQSLNKAISRMLLEHNEDEFIVSFMMVALGVYLVPGSNLT
VHREYLTAISDVKNIKNLNCCNHVADYLFEAIHDFRINTSINLNVRGCVHILNVIFLDFVAGINVPQGTPRIAHITTAHI
DEVKTIATSRSKHADYDSIQIKDIESTVYRDGESPLHESPQHMLSIGYRQDVEEGVHDDATCVDEGQHTPDPQGHIAAGV
DEEHMNIGQHTPDPQGAPAAAGDEEQMNMQDGQVGQDPKSTGCDANPNNACDEPPVISELLMKMKEKLKIRRTEIISTCM
EQLEFILDKSDNDILSEFSTKLKKLARVKGMASTSEAYRAETRSNYKAEEIGRHSGNVDATDFAEVIAIGAVAAHEEDDG
KQDEDDEDKGDEKVEDSVDDEYGEDGAGGSHSAGSQGGADENNDTDDSSGDSKQGQQPIPSEEQYPGASMMDSVTDDTSL
GTPVYHDVVVIEDSSQESLRANTMVPELTEPIASGERFPDGGSVPPINKQRAKRCKTNHQSVEAIATLRKGIHLDHFVND
TYEKHVVDNFDGDGGATKVNRAWITEQDFRSTLRRKGEVSNNFMWLCCSAIMKDWDSKSKVILDLATVDQLVSPLEKCCD
AKVRRTFSKIDLKLIERLYLPVLKEHHWFLIAINLRSRIVQIYDSIRNQNVATSKLLLTRERIVAHLDLVTYPQSSTLKP
LTK*                                                                            



>Osat_LOC_Os07g22860                                                            
MATLGANPPSPTPARIQGEANPATETVAEGHPSTTAVEQPKIHELPREQHTSMSGGTSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSSCCGLAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEFVNPPGNHTPFNEYPQIIEAVWEEFCSLKNTQEFRESSEAHRLLQQRNEHPHRLGTAGYIGKEAIWAHEDAT
AAAANVPAPFSYIPEQKARNWAWARGKVNLDGSVTFENKSDAVVYQKLLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIDSDVPWKHGLPQYSSQYRKRKVSKEERNTRLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VHPTPRAQHDASPSQHSSSCASTEVPAPGLPIAPLATVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGVADMDLADIAQSLAPIKTTRKADSSPPLVKGKKRERGKGKVGELAPEPKRGKAATSMPMSKAGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFYDLFDLFRIRKLDTGLLKCYTL
LCWIESRRLGNQVGFLDPSMVNEVNLQQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKDGKDELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGEKANF
NTYIAIQNVLINLLFIKQKGRAGFKISPINPPAIRGEVVEVDDIMALIHLRAWLANPEASQYLAFIFFLELTHE*     
>Osat_LOC_Os07g23354                                                            
MATAAQNAEGAAFPSCGFGGWFCSRGADVASGKKQPLQGLDHRVMVALMDRKWMYADRRSKEFIDGVHYFLRVAEANRQR
GFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQYVGFEGNQTGEEEIAAD
GNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLIKNI
LPVGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKV
MWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSG
HSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLEGVPVWDEDKQEEFNLRALLFVTINDWPALSNL
SGQSNKGYKACTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVF
GKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRG
DLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGI
LPDNVRATITKICAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPF
ERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAIKTVDNNLFRKAHFT
VLQHSSLVAPYIEERLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYT
FYTRAQDMKSTNQNSAVRVDAMGHDGTTATYYGSIKDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGY
LDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDT
PYSRSDHKEGTIVRRKCFLYQQMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVE
GNQEEEASGSQPSIGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRASG
DHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPKFDTFPKLRDHWDEFVAY
KTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLV
FGYKIQEAARQLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIA
DLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQ
RTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRNTCHAIIIWRR
RYIILPGRQAASRAPSPLAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAATPTPPQAPLPAPSKSRAPPAP
PLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDLEAIKLSDYERTLKKASSGKSKPVPQ
LGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKSEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSA
TGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDDSIMSCWILMEIQRARRRRVFDTGFIDSRKVNVAMLDQYPQ
ETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERL
RRKFKFPFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRGVTNRDYKGFLHQWWPHLHLVYDVLTA
AVAAADARTLRNHVDRSFLAGLVALFASEDPRERDRLKTVYHQLYSKLTVERAFRQRTMAVALLRSPTTAASVVRDIFLR
HWPATNCQKEVLLTDELEEIVEILDQHHFDKLVVPVCSRIARCVSSCSSQVRV*                          
>Osat_LOC_Os07g23440                                                            
MALTRRTTGERGGGWSARRASVAADRRRVRELFLPLINACREYETRRREENKETMLEHSYVDTLLDTNLPDDGNHVLADD
EIIKLCSEFLNTGTDTTSTALQCIMAKMEGGHRDEVEFAEMDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCN
KCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDL
GQMLQDAREHCESEKEAHKLDKMLEDHRTSLYPGCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLP
ETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEACHVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIP
RLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTM
CIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALS
NLSGQSNKGYKACTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKV
VFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQ
RGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIR
GILPDNVRATITKLCAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMF
PFERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPEGRLRGKGTIGRKAIMTVDNNLFRKAHFTVL
QHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSITTFQGYEINGYTFY
TRAQDMKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSD
EPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIIGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPY
SRSDHKEGTIVRRKWLTAMRNRYCTIQSWREAGNVERDVEGNQQGHVERDVEGNQEEEASGSQPSVGQKRAHGQRGAAKK
LEGRHIITEVQEDGRPSALAEAAKNYVRHSGWVVRDNVPVSTVYWRKTRARGDHESFVPDSEKEMLWTTMLETFTLPAGT
EDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTANWPERSKFWYYAHGGTLNPADGSLV



FGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIA
DLEFRVSSYELNMQEEVARKVDECMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQ
RTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCGPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRR
RYIILLGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPA
PPLAHTRATKKAKVDATKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYER
TLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYKLGKPLVKPELLQSLP
TQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARWRRVFDTGFI
DPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAW
YQFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVSEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGF
INEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                           
>Osat_LOC_Os07g23630                                                            
MSTTNKEALKLSDYDRTLQKAYHKKSKPVPQLGEQPNQEVELLVTGEDFGITDFISDTGLTVDQLIGGAPIPKAVVAYKF
ELGKPLVTPEQLQSLPTQMYKFHEQYMEMSAKGREMFGARIRNPDFLQGEDVLLIHFKDVFNLYHLDALDVSLLSAWILM
EIQRARRRGVYDTGFIKSRKINTDMIDKYEKDTEDNLVHLLTQQHFKTFILPPYNTEFHWVLLFFDLDACKVTVYDSMNK
EEKIFDKVFQLIDRACDRFRQLVRGTWKEKLGRRFHFPRIHMRDNLPHKNFITVVQEQLMGFINEKVLNPDGEFYYDGST
IHNIGPSSSDITPASKS*                                                              
>Osat_LOC_Os07g26070                                                            
MLETFTLPAGTEDKVKTWTLKKMAEQFQSFKGDLYQKYIMKGQTPNFDTFPKLMDHWDEFVAYKTADGSLVFGDQIREAA
RRLTDALKASSQGTFRPDREKDELSLALQTPEHLGQTRGKGVIPWKIGFKEDNHTYRSRMRIKRDTEAKIADLEFRVSSY
ELSLQEEVARKVGSQSMDAMQTQDETTYPVDDITQRTPCELYIPFKNLSIKVASGMAIPTDPLGYSKVEVELVEGAYEDL
ELDYPRGDGETHLHDTSHAIILWRKWAPKAPPPTPTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVRRQFKPRSLEK
KIPIDPSVRNFFRGMSAPAKEAIKLSDYERTLKKASSGKSKLVPQLGEQPNQEIEPLVTGEVFGIQDFINDIGLTTDQLL
RDAPIEKAEVKYMYELGKPLLKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILLINFKGIYELYQL
DALDVSIMSCWILMEIQRAQRRGVFDSGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFD
LEACTFNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRQKFKFPCAKQKQGTNLCGYYMCEYCHCLADQIIT
TRELDEFIAAVQEQLMRFINEQILDPKGEFYYDGNTIHMSLASEIATTTTSKS*                          
>Osat_LOC_Os07g28030                                                            
MVAGGGHRHGGAAAERGEGKGETKRLSTAHPGSTATTETATGAEEGGGAARVDGVDGAPAVGDRNGEVDEVGEDAAKPKE
AAPRWEVVGATTAADRSSAATAERESDGASSIPAGREGAHLISIVGRMNYVEAEAMKKPVAYLNPCRISKPNHTYTVDGK
KLPEHIKAMTPEERKAYVAQRHHEKVLDVATYVAIALESTQDKECVYAPCAFDDHWIVFLLYPKYNEVIILDSLDNDSNT
YQEFLRILDLAFKRYYQRGGQRKNSRERIFVRNKWPCHKQPVGTVLCGYYCCEFLRVNGKYCANYNELPKFPKSERQLDD
TSIQNIQADMCYFIHLECAHQLRRFFDNEGVLALPENESLSNWTRRII*                               
>Osat_LOC_Os07g28240                                                            
MAEQFQSFKGDLYQKYILKGQTLNFDTFPKLRDHWDEFVAYKTGEQGQSMMERNKENTAMKKYHHHLGSGGYSVAMPKWE
EMEASLLERGIEPATANWPKRSKFWYYAHGGMLNPADGSLVFDDQIREAARRLTDTVEASSQGTFRPDREKDELSLALQT
PEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLKFRVSSYELSMQEEVARKVDERMAAHRSHDPQPTIPP
TMVSRSGNRSSCASTGQVGSQSMDAMQTQDETTCPVDDITQQTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPTG
YSKVEVELVEGAYEDLELDYLGGDGETHLRDTSHTIILWRKRYIILPGRQAASRAPSPLAPPSPPQAPAKSPPHAPAPSP
PQAPAPTPPQAPTPTPPQAPLPAPSKSRAPQAPPPAPTRATKKAKVDTAKNKDPGYDCTQEELDAYMASEVRRQFKPRSP
EKKIPIDPSVRNFFRGMSAPATDAIKLSDYERTLKKASSGKSKPVPRLGEQPNQEIEPLVTGEDFGIQDFINDTGLTTDQ
LLRDAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFKGIYELY
QLDALDVSIMSCWILMEIQRARRREVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLL
FDLETCTVNVYDSMNKKESTFDKFFELIDRAWYRFRYLCVKQKQGTNLCSYYVCEYCHCLADQIITRRELDFIHMRDNLI
THKEFIAAVQEQLMGFINEQILDSKGEFYYDGNTIHRSLASEIATTTTSKSYLARTYNGL*                   
>Osat_LOC_Os07g28600                                                            
MADSTKGIEEKGLGEQEQSLAVVVAPEPMVPPEDSSDSDVADEDDEYSSPNDPCPSPSPKRRKMGDCAEGDKDYIPPKEG
ETAPRQSKRQPKKKVPSKDDEAPTNTTGSNKSERSAKAKKRKGERSVNKKDEGFHVVTHVSPKGEPLAPKTARAKFSSQC
GIIVREKIPITVKDWDHVSNGDKEVLWKELKKIFQFPDGSEAAVRNCALQTMAKSWRGWKTTLNKKFVKTGRTPFLTYAN
ITPNQWDDFLTLKNSPEEIQRSQKYSELAKKNKFPHRLGSAGYAPKVEQWTKDEEEMRKMGQPVPMEEWTHRSRNWKGFF
KPKREKDVLSTALGTPEHGGRVRGVSSKMSWKEGFKHDPHKKREAYKDKLRDEGVVDFERQIMDFCVKQMILPRPETKEP
EPDYPFDDLKENTPCRLHVPIGRFGKTLEAATAIAILGRTYNEEFIPDAYAKVQPQVVHEGFESYDIDFPTADGVSVLGD
VVDLVILWHKNDISFGLGTDATRKPVVPKPGLGKPPRPPKKKVTDKAEEPEMHKENPVPEVPPEIEVPENQRCGISRDRN
RRSTRIGMERPRGARDHGSEVPRVLRSHDSKSKDENKEKFMVTVFKGDKERAKLRDDDPQKAAELAGPTYFTTHDCPEKY
EHGKALLLEWALNEGPWEMKRMQYMDAKKKKEPIGFLDLTRICQTQHTMRLAPGSDQLKGKNPKEIAKYKKGLHKEKLIT
VAQYIGRAFLHFQNKRVVMAAYNFNDHYICLLIHPEDGTVVVLDPLDYSHKQYKEFLTILQYVYQYYKFKGGEQTRTREK
LLCHKQPRGTVLCGFYACEFLRVNGRYRTNPEDLPRLEHRTSFDDTGIKNVQRDLCHFIHHECCHVKVDFFDPEGALATS
NEFKDLREWNSAMP*                                                                 
>Osat_LOC_Os07g28620                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPYSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIREAARRLTDAVEASSQG



TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYKLNMQEEVARKID
ERMATHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSGAPPAPPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLIKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLV
HLLKAQHYNTFILLPYNTEFHWVLLLIDLEACTVNVYDLMDKKESTFDMVFELIDRAWYRFRHLVCGKWRERLRRKFKFP
CAKQKQGTNLCGYYVCKYCHCLVDQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRS
LASELAASTTTSKS*                                                                 
>Osat_LOC_Os07g29180                                                            
MAPRRAPHAAAAPRRCRAAPPPLRCRHTENVNERTNNERTNVNEPTNVNENERMNVNENKVNERERERCRTNVNEPTNVN
VKCNYRQMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYMNEEGNVERDAEGNQEGHVERDVEGNQEEEASGSQPSVG
QKRARGQRGAAKKLEGRHIITEVEENGRPSAPAEAAKNYVRHSGWAVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLW
TTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYNTGEQGQAMMERNKE
NAAKKKYHHHLGSGGYSVAMPKWEEMEASLLERGIKPATANWPERLKFWYYGHGGTLNPADGSLVFGDQIREAARRLTDA
VEASSQGTFRPDRERDELSLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRRKRDTEAKIADLEFRVSSYELSMQE
EVARKADERMAAHRSHDPQPTIPPAMVSPSGNRSSCVSTGQVGSQSMDTMQTQDESTCPVDDITQRTPCELHIPFKNLSI
KVASSMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPRGDSETHLRDTSHAIILWRRRYIILPRRQAASRAP
SPSAPPSPPQDPAPSPPYAPAPSPPQAPAPTPPQAPTPTPPQAPLPAPSKSRAPQAPPPAHTRATKKAKVDAAKNKDSGY
DCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVMNFFRGMSAPAKEAIKLSDYERMLKKASSGKSKPVPQLGEQPNQEI
EPLVTGKEMMIEEFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGAR
IRDTNFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRWGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHL
LKAQHYKTFILLPYNTEFHWVLLLFDLSTCTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCA
KQKQGTNLYGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLA
SELATTTTSKS*                                                                    
>Osat_LOC_Os07g29850                                                            
MDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLDDHRTSLYPGCKQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLLETTYEAKKIVCPLGREVHKIHACPNDCILYRGEEYENLEA
CPVCKALQYKIRRDDPGEVDGQLTKKRIPAKRKYIMMPIIIQGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQE
EFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRM
KPKHRSGKTVFDMVKDIKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGV
YGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFKCLESIKVPSGYSTNIKRIISTKEKKFTN
LKSHDCHVLMTQLLPVVIRGILPDNVRATITKICAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSLFNIMTHLL
CHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASIAKGYGTEEAIEFCVEFIEDLRPIGEHLALVRARNIGKS
DAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSAVRVDAMGHDGT
TATYYGAIEDIWELDYGPLKVPLFQCQWVRLTGGGVMIDDSGMTTVDINKVGYSDEPFVLANDVTQVFFVKDMSSKGKKG
RGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSIILSNEDTPYSCSDHKEGTIMADRDEEQILYDTIA
EGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITE
VEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSKKEMLWTTMLETSEKSFKGDLYQKYILK
GQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWP
ERSKFWYYAHGGTLNPADGSLVFGYQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGF
KEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEKVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVG
SQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIQQTLQVLTTAGRFQQDTRRSKLSWSKARTRTSSWI
TLEETDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSMAPPAPPPAHTRATKKAKVDAAKNK
DPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQP
NQEIEPLVTGKEMTIKQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREM
IGARTRDTDFLQGDDILWINFRGIYELYQLDALDISIMSCWILMEIQRARRRRVFDTGFIDPRKVNIAMLDQYPQETEDN
LVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFK
FPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPNGEFYYDGNTIH
RSLASELAASTTTSKS*                                                               
>Osat_LOC_Os07g29990                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASCQG
TFRPDRDRDELTLTLQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ



EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTIHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRD
NRCRILPRSLGRHLVSIEGKVFEDGVAEEVGNGLHHGGRNENEARDLDEYIMATKHMTCLCERRGHVGVCHVRLAHMQCD
RGLGKRILGRFVLVLEGGSHGDSPVLAHGTRLKKKKKKKKKKKKWLLSERWELTVVKPCGSIVDGCK*            
>Osat_LOC_Os07g30750                                                            
MGSSGEIGEMGKKRERGTAMLKKGEREPDVAGSGGIRRPTWGSGEEREAGFGFRIPAISGAGANGRERGKGAGDAAHARA
WPTWPGRDGGVDAAAVSARRRAGIGGRWGKDPTGFYPDFLCIFLGSFVIYNVAWEENFGMADRDEEQILYDTIAEGSSQY
WNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAVKKLEGRHIITEVEEDGR
PSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPVGTEDKVKRWTLKKMAEQ
FQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEA
SLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHP
GRTREKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAADRSHDPQPTIPPAMVS
PSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKV
EVELVEGAYKDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQA
PASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKATVDAAKNKDPGYDCTQEELDAYVASEVKRQF
KPRSPEKKIPIDPTVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKLVPQLGEQPNQEIEPLVTGKEMTIEQFITDTG
LTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRG
IYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFH
WVLLLIDLEACTVNIYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHC
LADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEF*                              
>Osat_LOC_Os07g31110                                                            
MAGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFD
KVFELIDRCYARLPPRSTNCRKKKCGHSNKLLSVEYLNGMSLSLNMIELPLRLQISDIQIRYVRFPRYYQMLLIVIRFTY
FNIFDGAERNIPNHELLVARCLIGVILLLPQTGNEIHEIDICMTSGMVIFFVECSFKNLHLFV*                
>Osat_LOC_Os07g31700                                                            
MSDQECMEANHRLEEKIDMILEKLNEVEANRSKFFKEMSASIKATVAVLKDAPYPPPQDPPSSMLTTYSTMCSNNDHPRA
TSSSSHIDKETAPTVVLGLRDGEDKVHDPCIVTKDFLEVTLTMCSMKCSSPHTVPDLTMVAVVMCATTATTSTELVVFED
TTGVAYINTPDYSKMVHAKCSTAGLDIDGGMDQAVVVFQIMKSVSKVVPISVEPLSIFSLRLTANLKQDRPTPTKCSMKS
PLHRNMVLLIVYDLHHITMATTNSDKFLGINLEPSVNTSAEAAYANYWSINLLENVTHKGSASYQAIYEMDRQWMYADRR
SKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSTSRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIP
DFAQYVGFEGNQTSEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLKDHRTSLYPGCEQGHKKLDTTLELLQW
KAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEACPVCKALRYKI
RRDDPGEVDGQLTKKRILAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDRMLRHPADGSQWRNIDRKFKEFGKDA
RNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLVEDLKQLWKKEG
VPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHWMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKGK
HFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHY
LSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKLC
AFMNAISQKVIDPDRLEALQNEVVQCLRYMGVLKKYVRNHARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGR
LRGKGTLGRKAITTVDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESID
QQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQ
WVRLTGGGVMIDDSGMTTVDLNKVGYSDEHRSHDLQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDI
TQRIPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILW
HRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPRAPTPTPPQAPLPAPSKSRAPP
APPLAHTRATKKAKVDAAKNKDPGGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFI
TDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWI
NFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYN
TEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCE
YCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*  
>Osat_LOC_Os07g31900                                                            
MPRAVPRRRRAAPPPLCCRHTENVNERTNLNENKMADRDEEKILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAE
ENQEGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAKKKLEEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFV
PDSKKEMLWTTMLETFTLPAGTEDKKYILKGKTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGS
GGYSVAMPKWEEMEASLLERGIEPATANWLERSKFLYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDR
ERDELSLALQTLEHPGRTQGKGVIPWKIGFKEDIHTYRSRMRRKRDTKAKIADLEFRVSSYERSMQKEVTRKVDERMAAH
RSHDPQPTIPPAMVASGMAIPMDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRQYI
ILPGRQAASRAPSPPAPPSPPQDPALSPPHALAPSLPQAPAPTPPQTPALTPPRAPTPTPPQAPLPAPSKSRAPQAPPPA
HTRAMKKAKVDTAKNKDPGYDCTQEELDVYVASEVKRQFKPRSPEKKIPIDPSVMNFFRGMSAPAKEAIKLSDYEQTLKK
ASSGKSKPVPQLREQPNQEIEPLVTGKEMTIEEFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMY
KFHQLYMEMSVTGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILIEIQRARRRGVFDTGFIDPRK
VNVAMLDQYLQATEDNLVHLLKVQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKFIRMRDNLTTHKE



FIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASELATTTTSKS*                                
>Osat_LOC_Os07g32100                                                            
MSPTSGTRMTNKCSIMLIEEFGTDEQKKRKYTVEKPPSHLLKHKSKRAVKPNRKLMSPFLSKQCSTERMDSRTADELYSY
VMSISNEASLDAKWLQSSYLFRISLTLRNIQKTIKIGSRMDSDSLNLAIRIMFQQEVERFQNTNYLGWRHFINQDFGMYA
VAGDEFWEASHQLAHFTGPEVVYDVLDSHMILIPVHLLKHYVLYVFNMESKKVLVLDSLNTQDPLGESRFTRHDKIKIMV
SRCVMECMRLAFPGWNKDILNWDFEAVENIPKQQNGDDCGFHVFNNMVNWDGLHLVNSTSQDPYYLRRQFLIHLLTLRDN
EAILPEYVVHRLRHIKDN*                                                             
>Osat_LOC_Os07g32750                                                            
MWASSENHDDSMAGSYPWDHNGWWTEPSLFKVNTGIGTDKHRRFPISKIGGLHNVRATITKICAFMNAISQKVIDPDRLE
ALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASIAKGYGTEEV
IEFCVEFIEDLRPIGVPESRHEGRLWGKGTLGRKAITTVDNNLFRKGHFTVLQHSSLVAPYIEEHLALVRARNIGKSDAW
ITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSVVRVDAMGHDGTTAT
YYGAIEDIWELDYGPLKVPLFRCQWVRLTSGGVMIDDSGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGP
DEPKRQVVLPGKRKIVGVEDKTDEDYDKLDGQPPFTVTIDPSILLSNEDTPYSRSDHKEETIERRKCFLYQQMADRDEEQ
ILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLE
GRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTED
KVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGG
YSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIREAARRLTDAVEASSQGTFRPDRDR
DELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRS
HDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGT
YHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCSYTYSPASSSSGT
FKVKGPPPAPPPAHTRATKKAKVDAAKNKDPGGMSASVKEAIKLSDYERTLKKASSRKSKPVPQLGEQPNQEIEPLVTGK
EMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTGFL
QGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVTMLDQYPQETEDNLVHLLKAQHYK
TFILLPYNTKFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTN
LYGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAAST
TTSKS*                                                                          
>Osat_LOC_Os07g34090                                                            
MPPPPRHATPPPPRPHNATPPPPSPRRRANRRPDAATPPLTNENENDRTNESENEHINVRCRDNVNENENDRTNESENEN
DRTKTSENEGTNVNENKRTNVNENERTNVNELGNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAE
GNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIIMEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPV
STVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFP
KLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAH
GGTLNPADGSLVFGYQIQEAAQRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSR
MRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQ
DESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHL
RDTCHAIILWRRRYIILPRRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPVSTPPQDPAPTTPRAPTPTPPQAP
LPAPSKSRAPPAPPPAHRRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKTQFKPRCPEKKIPIDPSVRNFFRGMSAS
VKEAIKLSDYERTLKKAYFGKSKPVPQLGEQPNQEIEPLVTGKEMTIKQFITDTGLTTDQLLGVAPIEKAEVKYMYELGK
PLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDHLWINFRGIYELYQLDALDVSIMSCWILMEIQR
ARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKEST
FDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYMCEYCHCLADQIITTRELDFIRMRDNLTTHKE
FIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                               
>Osat_LOC_Os07g34150                                                            
MPPPPRHAAAATAPQRHAAAAVATPLPPPPRRRANRRPDAATPPLTNENENDRTNESENEHVNMADRDEEQILYDTIAEG
SSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQNRARGQRGAAKKLEGRHIITEVE
EDGRPSAPAKAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKK
MAEQFQSFKGDLYRNYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWE
QMDASLIERGIEPATANWPEQSKFWYSAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQT
PEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPS
AMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAG
YSKVEVVLVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPFPPHAPPAPS
PPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVALEV
KTQFKPRCPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYKRTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFI
TDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGEDHLWI
NFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYN
TEFHWVLLLFDLDACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCE
YCHCLANQIITARELDFIRMRDNLTTHKEFFAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*  
>Osat_LOC_Os07g34200                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY



HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDADKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKESIKLSDYERTLKKASSGKSKPVPQLGEQPKQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIG
ARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVALLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIHRS
LASELAASTTTSK*                                                                  
>Osat_LOC_Os07g36030                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKALQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRIQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEYIVVKMTPRPSRPTELTPPKSKLSIEAPRGLALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLQQSSTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os07g37470                                                            
MPPPPRHAAAATPRHAAAATAPQRHAAAAVATPPPPPPRRRANRRADAATPPLTNENENDRTNESENEHVNVHCRENVNE
NENDRTNESQNENDRSKTYENEGTNVNENKRTNVNENERTNVNENDRSKTYENEGTNVNENKRTNVNENKRTNVNELGNM
ADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQR
GAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFT
LPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQVMMERNKENAAKKKYH
HHLGSGGYSVAMLKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGT
FRPDRDRDELTLALQTPEHLGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDE
RMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAI
PTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSP
PQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPHAPTPTPPQAPLPAPSKSRAPPAPSPAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKS*                                                                  
>Osat_LOC_Os07g39610                                                            
MLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGQQGQAMMERNKENA
AKKKYHHHWGSGGYSVAMPKWEEMEASLLERGIEPATVKWPDRSKFRYYAHGGTLNPVDGSLVFSDQIREAARRLTDAVE
ASSQGTFRPDREKDELSLALQTLEHPGRTRGKGVIPWKIGFKEDIHTYRSRMSSKRDTDAKITDLEYRVSSYELSMQEEV
ARKVDERMAAHRSHDPQPTILPAMVSPSGNRSSCASTGQVASGMAIPTDPLGTYHCRPIPAGYSKVEVELVEGAYEDLEL
DYPGGDAPRPAPSKSRAPQAPPPAPTRATKKAKVDAAKNKDPGYDCTQKELDAYVASEVRRQLKPRSLENKIPIYSSARN
LFRCMFAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIESLVTGVDFGIQEFINDTGLTMDQLLRGAPIEKAEV
KYMYELGKPLVKPEQLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSC
WILMEIQRARRRGVFDTGFIDPWKVNVAMLVQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWILLLFDLEACTVNVYD
SMDKKESTFDKFIRMRDNLITHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASEITTTTTSNRS*       
>Osat_LOC_Os07g45890                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGGTSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTTMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEFVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQQFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKYGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLRQSFTKVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNEFYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPKVVQVDDIMAL



IHLARMIWRVGNVSGIDIWEDPWIPAGVTRRLITPRRGTVLNKVADLIDPVTGCWDKPLVEEIFWESDARNILAIPVRSD
TDDFVAWHFDTRGMYSVKSAYHVLEDQRERSAKKQVGDSSSGAVHQRNFEWDKIWSLQCIPKVKLFIWRLAHNSLPLKIN
IKRRVPDAKTLCPVCKRFDENGGHCFLKCKPMKLCWRILCLEDIRLSLIQLVSARDVVQTILKLEDDRRMEVFFLLWVWW
YARNKVKSGEEVIRVEEVVHKVKLLVYDYASMRKDKRPHVNVQRNKWVPPVDGRLKLNFDGAF*                
>Osat_LOC_Os07g46120                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSSWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENATKKMY
HHHLGSGGYSVTMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSWMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSRNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVQGAYEDLELDYPGG
DGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPLQDPTPTPPRAPTP
TPPQAPLPAPSKSRAPPSPPPAHTKATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFF
RGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVTPIEKAEVKY
MYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWI
LMEIQRARRRRVFDTGFIDPRKVNVTMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSM
DKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDN
LTTHKEFIVAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                         
>Osat_LOC_Os08g03740                                                            
MEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMD
KKEFTFDKVFELIDRAWYRFRHLVRDNRRERLRWRFKFPCAKQKMGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNL
TTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLVSELAASTTTTSKS*                         
>Osat_LOC_Os08g03750                                                            
MTGTNQQKKERGTLVCSPYAMYEVILHLSPRQKEAIEGSGLGNLLKIDNIHIDRNLYNEIARSYDKEKKAFNINGTFVTM
TLDDVDCLLGLPSKGDDIFEAPKINKPELFNLYKKEGQTTITLQALREAIINSSSYDDHFIRRFILFSIGSFICPTTQRY
VRSEYLNLVDDVDKMRELNWSSLTLNQLLKGIIKFREKTTNIEGNVCLLQIWYWEKVRIDKLAATIYHSSRQRPLIQYWD
KKKKKSEFLTFLDKGRLSTTLGELYIAMKSPMKKRTTMTQKHVAMKIFKALLKRLTLLQDVEQEQNDPGEHVSNHNEESY
INQNVNMTSETKDNSNQSNQSRKRLTGPTGRTYKPTNRTDFIYETRGKKKDIIRTQAQTKKTIVYIEKEDLTQQIIDKNP
PKNALRGQKKTKTNGQTPLKNSEELTKKEYPFITYINNTEDNKVMVHIEEVEVKRKKMKVLTQPAFLNDDVMDAYIQCLR
YKEKGIRGDGKAFLEMAITTGLLNIFLPINIKDTHWYLAVLNAKRREVQILDSLAKPISKDRPDLRRVKEVKTFRQDLAG
ILINSELNNIKDRPLLPTTT*                                                           
>Osat_LOC_Os08g04320                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPHEQHTSMSGGTSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEFVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRLLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPNGSVTFENKSDAVVYQELLGLVTEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYRSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LARYAKVSIDTVKDTWSGYLLPVPPNDEIMTFGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os08g04850                                                            
MPPPPCHAAAAAAATPPRQPPPRCRHTAVNERERERSNERERERTRQQKTCCRSRPSSLSGRASPRRNWSRQMADRDEEQ
ILYDTIAEGSSQYWNKEEGNEDPNQYLNEEGNVERDAEGNQQGHVEKDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLE
GRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTED
KVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGG
YSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDR
DELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRS
HDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGGTSSSL
GDKRRLVHHLLRLRHLLLRILHRLLLMLRQHRLHLRLQHRLLLRILHRLLLGLLHLLLRKLLFWHLQSQGPPPAPSPAHT
RATKKAKVDAAKNKDPGYDCMQEELDAYVASEVKRQFKPRSPEKKISIDPSVRNFFRGMSASVKEAIKLSDYERTLKKAS
SGKSKPVPQLGEQPNQEIELLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKF
HQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRKVFDTGFIDPRRVN
VAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHL
VRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEIL
DPKGEFYYDGNTIHRSLASELSATTTTSKS*                                                 
>Osat_LOC_Os08g04870                                                            
MPPPPRHAAAATAPQRHAAAAVATPPPPPPRRRANRRPDAATPPLTNENENDRTNESENEHVNVRCRENVNENENDRTNE
SENENDRSKTSENEGTNVNENKRTNMADRDEEQILYETIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVER
DVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVQEDGRPSAPVEAAKNYVRHSGWVVRDNVPVSTVYWRRTR



ARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMME
RNKENAAKKKYHHHLGSGGYSVAMPKWEQMEATLIERGIEPATSNWPERLKFWYYAHGGTLNPADGSLVFGDQIREAARR
LTDAAEASSQGTFRPDRDRDELTLTLQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYEL
NMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGA
YEDLELDYPGGDGETHLRDTSHAIILWRRQYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQD
PAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKK
IPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLG
VAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLD
ALDVSIMSCWILMEIQRAQRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDL
EACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPRAKQKQGTNLCGYYVCEYYHCLANQIITT
RELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*              
>Osat_LOC_Os08g05390                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKALQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRIQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLQQSSTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os08g05430                                                            
MPPPPRHAATATAPQRHAAAAVATPPPPPPPPRRRANRRPDAATPPLTNENENDRTNESENEHVNVRCRENVNENENDRT
NESENEHVNVRCRENVNENENDRTNESENENDRTKTSENEGTNVNENKRTNMNENERTNVNMADRDEEQILYDTIAEGSS
QYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEED
GRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMA
EQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQM
EASLIERADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRS
RMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQT
QDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPRGDGSCT
VSSSCSASTISTSGSSIDSSSGSCTDSSSCSYTYSPASSSSSTFKVKGPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQE
ELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKV
EVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIM
SCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNV
YDSMDKKESMFDKVFELIDRAWYRFRHLVCGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIR
MRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                     
>Osat_LOC_Os08g08310                                                            
MPPPPRHATPPPPRPRNATPPPPPRRRANHRPDAATPPLTNENENDRTNESENEHVNVRCRENVNENENDRTNESENEND
RSKTSENEGTNVNENKRTNVNENERTNMADRDEEQILYDTIAEGSSQYWYEEEGNEDPNQYLNEEGNVERDAEGNQEEEA
SVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWT
LKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGGYSVAMPKWEQMEASLIERGIEPATANWPERSK
FWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKWVIPWKIGFKEDI
HTYRSRMRSKRDTEAKIADLEFQVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSTAPPAPPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSAPVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKENVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGTNLCGYYMCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRG
VTNRDYRGFLHQCSLDWGLLDSDYLRKMAGGHTHRTEAELKAFLDSCMEEIEGRTITGSCSKAQDYVNLQAAIYEKASKV
VNKN*                                                                           
>Osat_LOC_Os08g08950                                                            
MAPQRHAAAAVATPPPPPPRRHANRRPDAATPPLTNENENDRTNESENEHVNVRCRENVNENENDRSNESENEHVNVRCR
ENVNENDNDRTNESENEHVNVRCRENVNENENDRTNESENENDRTKTSENEGTNVNENKRTNVNENERTNVNELGNMADR
DEEQILYDTIAERSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAA
KKLEGRHIITEVEENGHPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPA
GTEDKVKRWTLKKMAEQFQRFKGDLYQKYILKGQTPNFDKFPKLRDHWDEFIAYKTGEQGQAMMERNKENAAKKKYHHHL
GSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFQP
DRDRDKLTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMA



AHRSHVPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTD
PSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGADGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQD
PAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDC
TQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEP
LVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIR
DTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLK
AQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCVKQ
KQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASE
LAASTTTLKS*                                                                     
>Osat_LOC_Os08g10230                                                            
MDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPG
GDGSYTVSSSYSASTVSTSGSSIDSSSGSCIDSSSCSYTYSSASSSSGTFKVKGPPAPPPAHTGATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVMNFFRGMSAPVKEAIKLSDYERTLKKASSGKSKPVSQLGEQPNQE
IEPLVTGKDMTIEEFIIDTGLTTDQLLGVEPIEKAELKYMYELGKPLVKPELVQSLPTQMYKFHQLYVEMSATGREMIGA
RIRDPDFLQGDDILWINFKEIYKVYQLDAFDVSIMSCWTLMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLIH
LLTAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESMFDKVFELIDRAWYRFRHLVRGNWRERFRRRFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPMGEFYYDGNTIHRSL
ASELAATTTTSKS*                                                                  
>Osat_LOC_Os08g11300                                                            
MSWHRAGVLLLGAQSCLPVPGVSAVGGIGSVLLSMARMGWKLCHVFRLYTVVMADRDEEQILYDTIAEGSSQYWNEEEGN
EDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVQEDGRPSAPAEA
AKNYSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKIGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQM
EASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPE
HPGRTRGKGVIPWKIGFKENIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAM
VSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYS
KVEVELVEGAYEDLELDYPGGDAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKV
DAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVP
QLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMS
ATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYP
QETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDSAQSKSRELTCAAITYC
EYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLACELAASTTTSKS* 
>Osat_LOC_Os08g12500                                                            
MYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCTNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEV
EDDNIPDFAQYVGFEGNQTGEEEIAADGNDVVDDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHKKLDTT
LELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEACPVCK
ALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNIDRKFK
EFGKDARNIRFGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEDFNLRALLFVTINDWPALSNLSGQSNKGYKA
CTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIE
SEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKG
SHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATIT
KLCAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKY
VRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAITTVDNNLFRKAHFTVLQHSSLVAP
YIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSITTFQGYEINGYTFYTRAQDMKS
TNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTDGGVMIDDSGMTTVDLNKMADRDEEQILYDT
IAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHII
TEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRLRGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRW
TLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAM
PKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTL
ALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMSAHRSHDPQP
TIPPAMVSPSGNRSSCASTRQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRP
IPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAP
PAPSPPQAPTSTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYV
ASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTI
EQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIGARIRDTDFLQGDD
ILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFIL
LPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGNNLCGY
YVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIHRSLASELAASTTTSK
*                                                                               
>Osat_LOC_Os08g12870                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY



HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVEMVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTAPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKS*                                                                  
>Osat_LOC_Os08g13300                                                            
MPPPPCHAAAATAPQRHAAAAVATPPPPPPPPPRRRANRRPDAATPPLTNENENDRTNESENEHVNVRCRENVNKNENDR
TNESENENNRTKTSENEGTNVNENKRTNMADRDEEQILYDTIAEGSSQYWNEEEGNKDPNQYLNEEGNVERDAEGNQQGH
VERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWR
RTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSLKGDLYQKYILKGQTPNFDTFPKLRDHW
DEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSIAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNP
ADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTQGKGVIPWKIGFKEDIHTYRSRMRSKRD
TEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQLTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCP
VDDITQRTPCELHIPFKNLSIKVASGMAIPTDPLGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHA
IILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPAPTPPQDPAPTPPRAPTHTPPQAPLPAPSK
SRAPPAPSPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVKNFFRGMSASVKEAIK
LSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPE
LLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRQRV
FDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFE
LIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQ
EQLMGFINEEILDPKGEFYYDGNTIHRSLASELAATTTTSKS*                                     
>Osat_LOC_Os08g16080                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNMERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHIRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPSQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGKQPNQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTNFLQGDDILWINFRGIYELYQLDALDVSIMNCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRQLVRGKWRERLRRKFKFP
CAKQKQGTNLCGYYVCEYCHCLANQIITTRELDFILMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRS
LASELAASTTTSKS*                                                                 
>Osat_LOC_Os08g16420                                                            
MSQQGEPMSTTASGSSRARTTRTGNKIPKERFRITVVNQVGLPTGPRKILSRFRSICGVIGGQKFSILQDDIKQVPAAEK
DSAWLAFKKSFNYPAEHKYLIRQAAFKVRGNSCKNFKSKLVGEFVFNPANPDPTEKFPWIMEQEDEEAEESNTPRVFGDI
PHPRARNWARARYQNNADGTFFMPNPEDQRMYEAIKELVAEQQTSQDSCSQRREDDLLTKALGNKEHRGQTRARVDEGQD
QARATEPQAATAATHEELGSPTQKRSSCASTELAENPTSVDSAVDHITEPTSCTLTVRVMPTFTVPAAEGLAYKPTPETR
VHGAQLRGDCAKVQVDSVKPKYELFPLKYPPNDEVLSLGNACGTFIQWPKDLIEIRVIARPTTTPGGRPPKRPASAPSAR
PTQDRHAQSYNVQLQYDMDFGEDRMEANSKAIHEPTPMKKSKKAHSSPQIITLDKPEAKGRERGGKVQASLLAPRKLDLG
KGQEETKGKEVKKKYVAPQEFQLGMPLVGDDVLAAMGTACKDLHVYYMEKSNARRPNKATDILGEHDGKPFLGPTNYIVV
DFKDLFDLYRLRANDRQGMVNYIYDTLWSRQDKENIMCAYNQYPHWILLVITPKWSTCHYLNSIIDKNAYDWTPIQLAID
EAWAQYVQRRGLRKTGYDTLIHKKDFPVKQQIGDQCGFHVCHNMRLLYREKVKTLAEFEVKYDKYLNGCEICE*      
>Osat_LOC_Os08g20480                                                            
MDDITASLAPELLSEILLRLPPDEPGHLFRAALVCKEWLRAICDPGFLRRYRAFHGSPPLLGLLHRRQVLQGDPVRHLAR
TTAVPLFPDPTFRRALDCHHGRALLHASDDGWYLIVWDPVTGEQHRVPEPGIPWLMYTAAVFCAVSGCPFRVVFVATDDE
DELVKASVYSSETGAWSKPAILDYGYQTWQERLQAITRGESYRTPYVQPRRGALVGDEIYFTLRNENAIIKYNWGMNCFS
KIDPPIREVYDIALMEMENGSLGYACIQGSSLYMDRIEVDALEDCNVDSESSSDSELDDLILRMHRKEVVHEIKRHLKKS
YDFHTSKCTLIIKPKFPTCIYNFYIALMFELSCFLCPNSSLTPSTKYLTVFEDIENLRNYDWSKFIYDWTMTFLKKFFKS
NNLGGCLFYWAALYLDHVDFGKKNPGNSTPRIAVWTKNMIQTYSDLDKVDDDNFGLRPLRDFKSVCYYQPHPTAERRISF
KEKLDSALGSVLPLSMKEKLCSLMEHHCSEVHAAGSHTCEDVLIDALVLVAEDSVTPSDKVQNDVDDTNTEGCNAVPSRF
DDNADVDASIPDDVVVCTPIENDPCVNSFVANGDDVIASGHAAALISSSNRDFDYELLTPKSAFVKKFKYCADHNLAGSA
SATIAASIHNVAKKFKTRFPELLNQNARDNIIDFSRPSFKLLDSEDDVSSSNDDANNQLNEEDNQAHGDITPPSSLLCKS



FRSVPDSIDVIDHNNIRSNENSAGINQISSIFSNRVFQDVTNSPDVVFLGENKFPQTVKESCVKTEEIYNATNNLSRYTH
GMSSSGGKLPAHGPRRIIVPSRHASDPFVPAMKRRFLVSDQENRYYIALCRLADSSKWQSYDAVDIDNVRAKFSSFGHSL
KKTGVVLPFVMSVFCRFLFQNNHPSKSKKHYFFPSIGAQLILDPDFVDQEKVKKSFLGAASARPLHLCDMLFFPILHGQH
WFVLVVDIKDRMLVFLDSLHQPDDEFFEPILPLLLKNLQIVWDKYERTPMNFSTFKIKFPPVPRQEYSFDSGIFSMKFME
IWSPRIILSNQFTGQNINNIRVQYANQMFFHPNNKMLQTEVENVGVNWFDSARFPSNHRAIDA*                
>Osat_LOC_Os08g23580                                                            
MPATAAAAAARSACRSSAACLLLLRSSNCCLRFGYDGGTAAAAWWCRRMANLSLPSLRDQPPTPMRSRRRQRRDDEDDDS
QPAEALLGTCRGWASLSISRITFLRCLSAKNIFFECPIANFAYKDAMDLDPDDATLFSNRSLCWLRRGHGGKALLDAHEC
RKKQPDWSKACYRLGASLMSLKDYGSACDALFDGLKLDPADVQIENALRYPIFPFVYITNVGSFSELEVISKHQGQVNLF
FLDGDSLMDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSH
GEQGVEMEEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVAEDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYP
GCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGE
EYENLEACPVCKALRYKIRRDDPGEVDGQLTKKRVPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPAD
GSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDID
VYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALTNLSGQSNKGYKACTHCMDETESTYLKHCRKVVY
MGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKIVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYW
EFLDTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQ
PTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCR
PIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPLA
PPAPSPPQAPASTPPQDPAPTPPHAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAY
VASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMT
IEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGD
DILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFI
LLPYNTEFHWVLLLFDLDACTINVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCG
YYVCEYCHCLANQIITTRELEFIRMRDNLTTHKEFTAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTS
KS*                                                                             
>Osat_LOC_Os08g23890                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQHTSMSGGTSASRSSRNPRSQNIWPTTVQVIREVDASGRPTA
PRTVIGRWSNCCGLTARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKNWKSKLFTEFV
NPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAAAAAANVPAPF
SDIPEQRARNWARARGKVNPDSSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTKEHPGRTRGIG
SDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPAVQPTPRVQHD
ASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADLLAGYAKTFIQ
WPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSVPHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRER
GKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELGMPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGH
HDHQPFLSSPAYITIGFDDLFDLFRIRKLDTSLLKCYSMLCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCL
WAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFSEITKALNMAWGPYMEKGGRHKEGKNELYHDTKFAC
AQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*                                            
>Osat_LOC_Os08g24590                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNKEGNVERDVEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARAQ
RGAAKKLEGRHIITEVEEDGCPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTKDKVKRWTLKKMAEQFQSFKGELYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERDKENAAKKKY
HHHLGSGGYSVAMPKWEGMEASLIERGIEPATANWPERSKFWYYGHDGTLNPADGSLVFAYQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRIRSKRDIEAKIADLEFRVSSYELSMQEEVARKVD
ERMAAHRSHDPQPTIPPAIVSPSGNRSSCASTGQIGSQSMDAMQTQDESTCPVDDITQRTPCELYIPYKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGGTSSSLGDKRRLVHHLLRLRHLLLRILHRLLLMLRQHC
LHLRLQHRLLLRILHRLLLGLLHLLLHKFLFRHLQSQGPPQLHRLPTQGQRRRGMSASVKEAIKLSDYERTLKKASSGKS
KPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLY
MEMSATGRKMIGARIRDTDFLQGDEILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAML
DQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGK
WRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLITHKEFIAAVQEQLMGFINEEILDPKG
EFYYDGNTIHRSLASELAASTTNTSKS*                                                    
>Osat_LOC_Os08g25250                                                            
MYEVILHLSLRQKEAIEGSGLGNLLKIDNIHIDRNLCNEIARSYDKEKKAFNINEYLNLVDDVDNMRELNWSSLTLNQLL
KGILKFREKTTNIEGNVCLLQIWYWEKVRIDKLAATIYHSGRQRPLIQYWDKKKKEFLTFLDKGRLSTTLRELYIAMKSP
MKKRRTMTQKHVAMKIFKALLKRTIVTRAIKAGRCLQVLQEEHTNQLIGLTSSTKQELTKKEDPFITYINNTEDNKVMVH
IEEVEVKRIRMKVLTQPEFLNDDVMDAYILCLRYKEKGIRGDGKAFLEMAMKTGLLNVEGAHVEASKPRDKRWIRDMARD
YLAFDMIFLPINIKDTHWYLAVLNAKRCEVQILDSLAKPISKDRPDLRRVRRGRLGRWRQRWSGEGCVGPWGGERGGGGA
GRRRGEEDSSRAGGGGWRGGYVTRLARQEGGGGGQRRWGLTSRRGDAGGGEGGEGDKEGLRRREAANIGGGGRRQRGAGG
GEGGEEGRVRRGSREGDGAGGGGDARTGDGGGEGDGRRRKRGWGGMATGSGEMATMREESDRDRVGKRLKNTIIPLRDFF
PLTKTPFHISTSTNTNTGGSRTRSQPYN*                                                   
>Osat_LOC_Os08g26020                                                            



MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLQQSSTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os08g26070                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATRAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLQQSSTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os08g26280                                                            
MPPPPRHAAAATPRHAAAATAPQRHAAAAVATPPPPPPRCRANHRPDAATPPLTNENENDRTNESENEHVNVRCRENVNE
NENARTNESENENDRSKTSENEGTNVNENKRTNVNENERTNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEG
NIERDAEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYW
RRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERG
IEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGK
GVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPVMVSPSGNRS
SCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVE
GAYEDLELDYPGGDGYCTVSSSCFASTVSTSGSSIDTSSGSCTDSSSCSYTYSPASSSSGTFKVRGPPAPPPAHTRATKK
AKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRDMSASVKEAIKLSDYERTLKKASSGKSK
PVPQLGEQPNQEIEPLVTGKEITIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYM
EMSATGREMIGARIRDTDFLQGDDILWINFRGIYKLYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLD
QYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKW
RERLRRKFKFPFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*       
>Osat_LOC_Os08g29180                                                            
MRCRVPPSLFPLHLSLSRASSAAGSVSRATGFVSRTAAAVSASHVVAASAAASRAAAASASRAAAAAGFVSRAAAGSASH
AATAFIFQMDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTS
HGEQGVEMEEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQNAREDCESEKEAHKLDKMLEDHRTSLY
PGCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVYKIHACPNDCILYRG
EEYENLEACPVCKALRYKIRRDDPGEVDGQLTMKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHTEERQQDGMLRHPA
DGSQWRNIDRKFKEFGKDSRNIRFGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPAL
SNLSGQSNKGYKACTHYMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLK
VVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEALVIRGILP
DNVRETITKLCAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFER
YMGVLKKYIRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKRTLGRKAIMTVDNNLFRKAHFTVL
QHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSITTFQGYEINGYTFY
TRAQDMKSTNQNNAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLIGGGVMIDDSGMTTVDLNKVGYSD
EPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLLGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPY
SRSDHKEGTIVRRKCFLYQQMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGN
QEEEASGSQPSVGQKRARRQRGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDH
ESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKT
GEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEEMEASLIERGIEPAIANWPERSKFWYYAHGGTLNPADGSLGTF
RPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRNTEAKIADLEFRVSSYELNMQEEVARKVDER
MAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDG
ETHLRDTSHAIILWRRRYIILPGRQTASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTP
PQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRG
MSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMY
ELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWICW
ILMEIQRARRQRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDS



MDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLANQIITTRELDFIRMRD
NLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTATSKS*                        
>Osat_LOC_Os08g30310                                                            
MIDKYEKDTEDNLVHLLTQQHFKTFILLPYNTEFHWVLLLFDLDACKVNVYDSMNKEDKTFDKFFQLIDRAWDRFRQLVR
GTWKEKLGRRFNFPRIHIRDNLPHKDFITAVQEQLMGFINEEVHNPKGEFYYDGSTIHNIGPSSSDITPASKS*      
>Osat_LOC_Os08g30600                                                            
MADRNEEQILYDTIAEGSSQNWNEEEGNKDPNQYLNEEGSVERDAEGNQEGHVERDVEGNQEEEASGSQPSVGQKRGRGQ
RGATKKLEGRHIITEVDEDGRPSAPAEAAKNYVRHSGWVARDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFRSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLLERGIEPATANWPERSKFWYYAHGGMLNPADGSLGTFRPNREKDELSLTLQTPEHPG
RTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELSMQEEVARKVDECMAAHRSHDPQPTIPPAMVSP
SGNRSSCASKGQVASGMAIPTDPSGTYHCRPIAAGYSKAPLPAPSKSRATQAPPPAPTRAIKKAKVDTAKNKDPGYDCTQ
EELEAYVASEVNRQFKPRSPEKKIPIDPSVRNFFRGMSAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLV
TGEDFGIQEFINDTGLTTDQLLGDAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDT
DFLQGDDILWINFKGIYELYQLDALDVSIMSCWILFHWVLLLFDLEACNVNVYDSMDKKESTFDKVFELIDRAWYRFYHL
VRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLITHKEFIAAVQEQLMGFINKQIL
DPKGEFYYDGNTIHRSLASELATTTTSKS*                                                  
>Osat_LOC_Os08g30750                                                            
MSQRLKRERGRGAGTWAPLAVAQGGRGAAGGSARLQSRQAKHGKRRRHARSPATATGGADGDGRRREKRRRRPKTTSKGG
ELQGVTTGGGVMIDDSGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKT
DEDYDQFDGQSPFTVTIDPSILLSNEDTPYSRSDHKEGTIVRRKNINMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQ
YLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKKYV
RHSGWVVRDNVPVSTVYWRRTRARGDHETFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKY
ILKGQTPNFDTFPKLRDHWYEFVAYKTADGSLVFGDQIREAARRLTDAVEASSQGTFQPDRDRDELTLALQTPEHPRRTR
GKWVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELSMQEEVARKVDERMAAHRSYDPQPTIPPAMVSPSGN
RSSCASTGQVGSQSMDAMQTQDESTYPIDDITQRTPCELHIPYKNLSIKVVSGMAIPTDPSGTYHCRPIPAGYSKVKVEL
VEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYVILPGRQAASCAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPAPT
PPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRS
PEKKIPIDPSVRNFFRGMSAPVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGEDMTIEEFIINTGLTTD
QLLGVEPIEKAELKYMYELGKPLVKPELVQSLPTQMYKFHQLYMEMSATGREMIGARIRDPDFLQGDDILWINFKGIYEV
YQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEENLVHLLKAQHYKTFILLPYNTEFHWVLL
LFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGNWRERLRRRFKFPCAKQKQGTNLCGYYVCEYCHCLADQ
IITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKSEFYYDGNTIHRSLASELAVSTTTTSKS*         
>Osat_LOC_Os08g31380                                                            
MSPIDLYRLRAVDTSLLKCYSLLSWQWCQKNAPEVAFLDPQVVTVTNLQNDRQGMVNYIYDTLWSRRDKEYIMCAYNQYA
HWILLVITPKWSTCHYLNSRIDKNAYDWTPIQLGIDEAWAQYVQRGRLRKTGHDTLIHKRDFPVKQQIGDQCGFHVCHNM
RLLYREKVKTLAEFEAMMNTYYATVMM*                                                    
>Osat_LOC_Os08g32810                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPSQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLQQSSTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os08g33280                                                            
MVMFPSVNQMVHQKRSKLDNCSQPISESDDINSESLPAKDDDYNCDSDDNSASHDMDVSQPHVNEISTNELLKTLKRKLS
KSKRSEDDNIKMKWSESIELDNDVMINQVLRDIIQRDQIINSLKKKLNIHHNIGDQNFKDKNVDTDLKSDAFSRFSVKYF
SKVLDSLSPHHKTVIENSCFQSMLLFDKCFVPNSFALWIAKQVDVNCSDIVLGQKLIPLNKQSVHVVLGLPVGGSTIHSK
FDSGKQKILQIFGKTSIPSVKFIGEKLIKNEEFPDDQILICFMIVSLNCFLCPNSSLIPGTKYLSAFEDMDLIESLDWCK
LGFDWLMEHISKIEKSKTFGGCLFHLAVNYLDFLNFGSQKVLLDTPRIKVWKRSMIKDYSKFDKISEGVYGKRPVNDIAS
TCYQMVNNSSSSFADMLKSSVGDLLPSDVQDKICHLLCNHFGKEDEIFEDKAKKLLIDVLLLLADCSSNYPTQPTTHENS
GIEPDHEPVEENNDDVNQAVQKNNNFTSSPKGNSKTVLDDDKLPIPNEEFNPVNKSTILNSSEEIKHINIDEIMTKLNKT
GHVPINPPDETEKNSALTARNNQVFHDQPSFKIWGSDDDLHHENDDFKKEITTAHLADSYQVIPDSYSPNHVLRNKITPR
KLSQTFAAAVESLIICSDSPDKMYMVTLENSTSPNASLNENKENEKGCHIIKDSPDVVFIGEKKFSKKCADIGNKTNMMY
NKMNRIMLDSQKQNFKTFASPERVLLCNMKNFNPSTSGTKPIHHDLRRLFFPILYKRHWFVFIVHLKDEMFVFLDSLHEE
GSEYQDEVKNRLTSNFALAWNSIMEEYQINFDAFKIVYPPVPRQNNLFDCGVFTLKYMELWGPRVQLTNHFSQKDIQNIR
IQYVNRLFFYPDNSVLGTGTKKLVIDFAQGN*                                                



>Osat_LOC_Os08g33510                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQNFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTLDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTTGQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSASGREMIG
ARIRDTDFLQGDDILWINFTHIYELYQLDAVDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRS
LASELAASTTTR*                                                                   
>Osat_LOC_Os08g33780                                                            
MTTPGANPPSPTPVRIQEEANPATEAVAEGHPSTTVVEQPEIHELPQEQHTSMSGGTSASRSSRNPRSQNIWLITVQVIR
EVDASGRPTAPRTVIGRWSNCCGLVARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEFVNPPGNHTPFNEYPQITEVGTSARRQYGPKKMQPLQQRMSLPRFQTSLNKELATRRGLGGIAQCVLLARVH
PTFAPEVAEGMAFKPSVTDKVHSADLLAGYAKVSIDTVKDTWSSYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPR
PSRPTELTPPKSKLSIEAPHGPALSVPHSPGGADMDLADIAQSLAPIKTTRKTDSFPPLVKGQKRERGKGKVRELAPKPK
RGKAATSMPLHKQYMKLSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSLLCWIESRRL
GNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKKYIMCAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFIEIT
KALNMAWGPYVEKGGRHKEGKDELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*            
>Osat_LOC_Os08g34530                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIEKGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSR
APPAPPLAHTRATKKAKVDAAKIKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLS
DYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELDKPLVKPELL
QSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFD
TGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELI
DRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQ
LMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                       
>Osat_LOC_Os08g35830                                                            
MNENENDRTNESENEHVNVRCRENVNENENDRTNESENEHVNVRCRENVNENENDRTNESENENDRTKTSENEGTNVNEN
KRTNILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAA
KKLEGQHIITEVEEDGRPSAPAEVAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPA
GTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHL
GSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAKIGFKEDIHTYRSRMRSK
RDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTISPTMVSPSGNRSSCASTGQVASGMAIPTDPSGTYH
CRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCSYTYSPASSSSGTFK
VKGPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIK
LSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPE
LLQSLPTQMYKFHQLYMDMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILFHWVLLLFDLE
ACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTR
ELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*               
>Osat_LOC_Os08g36070                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEAEEDERPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLQDTCHAIILWRRRYNILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPNVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA



RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKS*                                                                  
>Osat_LOC_Os08g36260                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPHEQHTSMSGGTSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEFVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRLLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVTEQASQSEVESAPKRREDDILTKGLGTK
EHPGRTRGIGSDVPWKHGLPQYRSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDKIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPELSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKCERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os08g36730                                                            
MADRDKEQILYDTIAEGSSQYWNEEEGNENPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPSGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVNDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDGILWINFRGIYELYQLDALDVCIMSCWILFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWY
RFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFI
NEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                            
>Osat_LOC_Os08g41160                                                            
MDRQWIYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKKYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKTFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRHLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSN
KGYKACTHCMDETESTYLNHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPG
SQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPE
PKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNV
RATITKICAFMNGISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMG
VLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAITTVDNNLFRKAHFTVLQHT
SLVAPYIEEHLALVHARNIGKSDVWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRA
QDMKSTNHNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPF
VLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKIKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRS
DHKEGTIVRRKYMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVEKDVEGNQEEEASGS
QPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYTFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYI
LKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSRMWSKRDTEAKIADLEFRVSSYELNMQE
EVARKVDERMAAHRSHDPQPTIPPAMVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRD
TCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLP
APSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPQCQELLQGGIYELY
QLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNIEFHWVLLL
IDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFSCAKQKQGTNLCGYYVCEYCHCLADQI
ITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*           
>Osat_LOC_Os08g44170                                                            
MGDNFVSIEDQEHYAMMKGMRFKSEEDGFIFYNRISYAQKANLMELKGVGLRQHQVMDVMERHRGGFETTGFVSKDMYNF
FVRQKKKQIVGGDVDRVIKYMQARQKDDMEFFYEYETDEAGRLKRLFWADPQSRIDYDAFGDVVVFDSTYRVNKYNLPFI
PFVGVNHHGSTIIFACAIVADEKIATYEWVLKRFLDCMCQKHPKGLITDSDNSMRRAIATVMPNSEHRLCTWHIEQNMAR
HLRPKMISDFRVLVHATYSAEEFEEKWVEFKLKRKVAEDNQWLGRMYNLRKKWAAAYTKGMYFLGMKSNQRSESLNSKLH
RHLDRKMSLVLLVEHYEHCLSRMRHREAELDSKASQSVPFTANDASLIEKDAARIFTPSVFKKLKMDIIKSKDCEVIDCI
DEENIIKYIICMKGKIDKITILTCSYVESSLKNMSCTCKKMECESLPCQHMFTIMDYLNLQAIPDVCVVPRWTVKAKIAF
PSDRYGEVYTWSDQMERYRRMRAIGSEVLLKCSMSEEYTLKVMEMFEKLDLETNAIEGDEFDVTLCGHVVAQSLRSDIAS
VQKVHDPMEVVPKGAPTKRLRGFLEKGNRRCGYCRVRGHTVRSCAIYLSISVAPTMADQDGNARDEGPPQVPQQAHVSFA



LKMSSMTIACSIPKFVSLVQNFDSCQKEAIERIGFGGLLQMPDITLQRITCGHIADQFDVTTECVEIEGIQIPITTFDVQ
CIMGLPAGELLITPRPVSDDEDYKYYSVYKDPKKKNISLAILREELLKAKVADEHFLRRFVLFEIGYILCPTTKPFVSSN
YLALVKDINQIKHINWAALTRDFLIRSLKELKGGRTNLEGNLPLLQVQDSKYKMTYGDRTPPLMSYWNEMKVNSWLKYDS
KHGISGLNSANMDIVLGQLLQLQQSIQFLDNKMTNKLISIEGICNQNRKDIQEIKKRLRSAFHVTSAKHPKVEIIHEQFN
ITNQEEFLRALVVPQEAPPTSKWLNGSIIDAYIELIKDEQADTPRGNGMALLESEAHCQQWKSDGAKKGTFSKTYRQRRA
TVASKYLNHDMIFLPLNRNKDHWYVVVLNAGKQKIQILDSIRMDRNTYEANKDLNDTDTCTTFRAKLASTLINSSMNEVI
NIQEDIRRIQTEQMQQKKDE*                                                           
>Osat_LOC_Os08g44990                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPHEQHTSMSGGTSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEFVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRLLQQRNEHPHRLGTAGYICKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVTEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYRSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLVAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVVQVDDIMALIHLRAWL
ANPEASQYLAFIFFSGINSSVTGRNKNPSKVTQFF*                                            
>Osat_LOC_Os09g02090                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSIGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAM
QTQDESTCPMDDITQRTPCELHIPLKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGE
THLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQ
APLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMS
ASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYEL
GKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYRLDALDVSIMSCWILMEI
QRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKE
STFDKCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGN
TIHRSLASELAASTTTSKS*                                                            
>Osat_LOC_Os09g02870                                                            
MPRALPCRRHAAAAPPRRCSATATPPLRCRHVIERINVNVNVNVNERTNVNENVNERTNVNERERTNMADRDEEQILYDT
IAEGSSQYWNEEEGNEDPNQIRARGDHESFVPNSVKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKY
IRKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSDGYSVAMPKWEEMEASLVETGIEPATT
NWPERSKFWYYAHGGTLNPADGSLVFGDQIHEAARRLTDAVEASSQGTFRLDRERDELSLALQTPEHPGRTRGKWVIPWK
IGFKEDIHTYRSRMRSKRDTEVKIADLEFRVSSYELSMQEEVARKVDERMAAHRSHDPQPTIPPAMLSPSGNRRSCASTG
QVASGMAIPTDPSDTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWCKRYIILPGRQAASRAP
SPPAPPSPPQAPAPSPPHAPAPSPPQAPTPTPPQAPTPTPLQAPLLAPSKSRAPQAPPPAPTRATKKAKVDGEVRRQFKP
RSLEKKIPIDASVRNFFRGMSAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGEDFGIQDFINDTGLT
TYQLLRDAPIENAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGSRIRDTDFLQGDDILWINFKGIY
ELYQLDALDVSIMSCWILMEIQRARRRGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWV
LLLFDLEACTVNVYDSMDKKESMFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPFIRMRDNLITHKEFIAAVHEQLM
GFINEQILDPKGEFYYDGNTIHRSLASEISTTTTSKS*                                          
>Osat_LOC_Os09g07330                                                            
MRRHDAARRRRSAAATPPSRCRHTENVNERTNVNDNERTNVNENKMADHDEEQILYDTIAEGSSQYWNEEEGNEDPNQYL
NEEGNVERDAEGNQEGHVERDVEGNQEEEASGSQPSVGQKRARGQRGATKKLEGRHIITEVEEDGRPSAPAEATKNYVRH
SGWVVRDNVPVITVYWRRTRARGDHESFVPDLEKEMLWTTMLETFTLPAGTEDKVKRERDELSLALQTPEHPGRTRGKGV
IPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELSMQEEVARKVDERMAAHRSNDPQPTIPPAMVSPLGNRSSC
ASTGQVGSQSMDAMQTQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKV
EVELVEGVYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPLAPPSPPQDPAPSPPHAPAPSPPQAP
APTPPRAPTPTPPQAPLPAPSKSRAPKAPPPAHTRATKKAKVDAAKNKDPGYDCTQEKLDAYVASEVKRQFKPRSPEKKI
PIDTSVMNFFRGMSAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEEFITDTSLTTDQLLGV
APIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDA
LDISIMSCWILMEIQRARRRGVFDTGFIDPRKVNIAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLS
ACTVNVYDPMDKKESTFDKIFELIDRAWYRFRHLVRGKWRERLRRKFKFPCVKQKKRTNLCGYYVCEYCHCLADQIITTR
ELNEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASELATTTTSKS*                            
>Osat_LOC_Os09g08450                                                            
MGNRRLERQHCDENEYQDDFAEFLYEEEPSDNIDMVEQRAQPQINNEQSSPQTPLHINIASARTPATKQVIQISSQSSPD



IGMNSPRIAQIREPNQHAQIEERQYSMIRIIDSLNASSNCSGTRHNLYRLKRIVHPSKYKSSPYDNYTRHQTISAAELNH
YNNILSIGETQQYKYKFAVLMDNVKVTWSSLSKSLSPRGVVDTYVLNAYAKKIANDQNNKENEYRNFYFFHRTSVYFLKN
WEGTGKEEDYENCARQAFTFARNKKPLHYYELLIFPCLYDNHWFVFTVDIKGHHFVFLDSIYDENNKYHKKIQGLLIPGL
IAMWEEFSNVEKNFSKFDIQYPPITCQNNGHDCGIYAMKCMEWWNPRMHLKDMIRPEYIPNMRKQIANDLLFSEHNSQEE
AKMLSRSFNPTKHGKYARQQ*                                                           
>Osat_LOC_Os09g09000                                                            
MSWHRAGVLLLGAQSCLPVPGVPAVGGVGSVLLFMAKMGWELCHVFRPYTVVMFNREKGKNVSGYASSNSSFQLNPPLAS
RELTRAHPWSIPSMLLSSQLPLVRSQDQNQCVFDRAFATQVNEPPMPKEHVPFCHDCREQGHYALNCPWVYAKEAPSFGL
TGQTSLNQPPRTKSSLQPSVQSREPNGENPLNPGKCFPPSLSYHVGSRTKQAKGKKSKNQKRKASMRTEEEVRKMAISST
EWPPAGITIPRRQRGNTFRGARQLTQHLLSHGGRVSDSEGSDQVSSDDEDESPRHLGEEEMESKACTRCGEIGHIASRCL
TLCPRCEEDHPPGECPTRKVSLKGSRLKYHIVTRSIHNSRSEKYLVDKGRKVIKMFNREKGKNVSGYASSNSSFQLNPPL
ASRELTRAHPWSIPSMLLSSQLPLVRSQDQNQCVFDRAFATQVNEPPMPKEHVPFCHDCREQGHYALNCPWVYAKEAPSF
GLTGQTSLNQPPRTKSSLQPSVQSREPNGENPLNPGKCFPPSLSYHVGSRTKQAKGKKSKNQKRKASMRTEEEVRKMAIS
STEWPPAGITIPRRQRGNTFRGARQLTQHLLSHGGRVSDSEGSDQVSSDDEDESPRHLGEEEMESKACTRCGEIGHIASR
CLTLCPRCEEDHPPGECPTRKVSLKGSRLKYHIVTRSIHNSRSEKYLVDKGRKVIKMFNREKGKNVSGYASSNSSFQLNP
PLASRELTRAHPWSIPSMLLSSQLPLVRSQDQNQCVFDRAFATQMDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFIC
CPCNKCKNQKEYSAYRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDV
ADDLGQMLQDAKEVCESEKEAHKLDKMLEDHRTSLYPGCEQGHKKLDTTLEFLQWKAKNGVSDKAFGDLLKLVKNILPEG
NKLPETTYEAKKIVCLLGLEVQKIHACPNDCILYRGEEYENLEACHVCKALRYKIRRDDPGKVDGNKGNARMMRWHTEER
QQDGMLRHPADGSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMSIII
QGPKQPGNDIDVYLRPLVEDLKLLWKKEESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVF
GKGPGSQPIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRG
DLHPEPKEKGSHYLSAASYTLSKAEKESMFGCLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDYHVLMTQLLPVVIRGI
LPDNVRATITKLCAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIVTHLLCHLVKEISILGPVYLHNMFPF
ERYMGVLKKYVRNHARPEASIAKGYGTEEAIEFCIEFIEDLRPIGVPESRHEGRLRGKGTLGRKAIMTVDNNLFRKAHFT
ILQHSSLVAPYNEEHLALVRARNIAQDMKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWEFDYGPLKVPLFRCQWVRLTG
GGVMIDDSGMATVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDNTDEDYDQLD
GQPPFTVTIDPSILLSIEDTPYSYSDHKEGTIVRRKWLTAMSNRYYTYLNEEGNVERDAEGNQQGHVERDVEGNQEEEAS
GSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPISTVYWRRTRARGDHESFVLD
SEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVVYKTGEQGQV
MMERNKENAAKKKYHHHLGSGGYSVAMPKWEEMEASLLERGIEPATANWPKRSKFWYYAHGGTLNPADGSLVFGDQIREA
ARRLTDVVEASSQGTFQPDRDRDELTLALQTPEHLGRTRGKGVIPWKIGFKEDIQTYRSRMRSKRDTEAKIADLESWVSS
YELNMQEEVARKVDERMAAHRSHDPQPTIPPAMLSPSGNHSSYASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELYI
PFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGGTSSSLGDKRRLMDHLLRLRHLLL
RILHRLLLMLRQHRLHFRLQHRLLLRLLHRLLLGLLHLLLRKLLFRHLQSQGPPPAPPPAHTRATKKAKVDAAKNKDPGY
DCTQEELDVYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSAPVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNHDI
EPLVTGEDMTIEEFITDTGLTTDQLLGVEPIEKAEVKYMYKLGKPLVKPELVQSLPTQMYKFHQLYMEMSATGREMIGAR
IRDPDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYQ
FRHLVRGNWRERLKRKFKFPCAKQKQGTNLCGYYVCEYCHCLVDQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFIN
EEILDPKGEFYYDGNTIHRSLASELVTTTTSKS*                                              
>Osat_LOC_Os09g10550                                                            
MANFNCEGMQCGTDKESGEHVGSKVSMPNNGVPSNLIRSIIGQTYDYLPQDYVLTNQDVTAQDIILVSSENETLVNMGGF
SVKKHHLSCLLTKDEWVNDDIFLPINRGNIHWYLAILNPQKKVIHVLDSLCEDFDRVDLHIAKDIELFRYKLAGILLCWK
TNMAAEASNVEQVEDTDNEDDVVIVGSRQRERWDMK*                                           
>Osat_LOC_Os09g11420                                                            
MAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAP
PSPPQDPAPSPPQAPAPTPPQAPAPTPPRSPTPTPPQAPLPAPSKSRAPQAPPPAHRRTTKKAKIDAAKNKDPGYNCTQE
ELDAYVASEVKRQFKPRSPEKKIPIDPSIMNFFRGMSAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVT
GKEMTIEEFITDTSLTTDQLLGVAPIEKAKVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTD
FLQGDDILWINFKGIYELYQLDALNVSIMSCWILFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLV
RGKWRERLRQKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRIRDNLSRRFKNNSWDSSTNKSLIPRVNST
TTETQFIGP*                                                                      
>Osat_LOC_Os09g11850                                                            
MYEVILHLSPRQKEAIEGSGLGNLLKIDNIHIDRNLCNEIARSYDKEKKAFNINGTFVTMTLDDVDCLLGLPSKGDDIFE
APKINKPELFNLYKKEGQTTITLQALREAIINSSSYDDHFIRRFILFSIGSFICPTTQRYVRSEYLNLVDDVDKMRELNW
SSLTLNQLLKGIIKFREKTTNIEGNVCLLQIWYWEKVRIDKLAATIYHSSRQRPLIQYWDKKKEKKRISYLFGQGKVVDD
IRGTIHCNEIPNEKAHDNDSETHSNEDFQGTSEEDVEQEQNDPREHVSNHNEESYINQNVNMTCETKDNSNQSNQSRKRL
TGPTGRTYKPTNWTDFIYETRGKKKDIIRTQAQTKKTIVYIEKEDLTQQIIDKGPPKNALRGQNKTKTNGQTPLKNSEEL
TKKEDPFITYINNTDDNKVMVHIEEVEVKRKKMKVLTQPAFLNDDVMDAYIQCLRYKEKGIRGDGKAFLEMAIKTGLLNV
EGAHVEASEPRDKRWIRDMACDYLPFDMIFLPINIKDTHWYLAVLNAKRREVQILDSLAKPISKDRPDLRRVLLAIERGL
YGTENQHPQLKHDWPDFNITEWEYNKVQKLPKQGDGVSCGLYTLKFMEHWTGSYLLKIQLQKEVKTFRQDLAGILINSEL
NNIKDRPLLPTTTYMDHLSYIYHNYLTMLSYPY*                                              



>Osat_LOC_Os09g12160                                                            
MLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYQFRHLVR
GKWRKRLRRKFKFPCAKQKKGTNLCGYYVCKYCHCLADQIITTRELDFICMRDNLTTHKEFIAAV*              
>Osat_LOC_Os09g12370                                                            
MAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGPPKLHHLPPQGQRKRRKLTHARGDAYVASEVRTQLK
PRSSEKKIPIDPSVRNFFRGMSAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPYQEIEPLVTGEDFGIQEFINDTGL
TTDQLLRGAPIEKAEVKYMYKLGKPLVKPEQLQSLPTQMYKFHQLYMEMSATGREMIGARIKGTDFLQGDDILWINFKGI
YKLYQLDALDVSIMSCWILMEIQRARRRGVFDTRFIDPRKVNVTMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHW
VLLLFDLEACTVNVYDSMDKKESTFDKCAKQAQGTNLCGYYVCEYCHCLVDQIITTRELNFIRMRDNLTHKEFIAAVQEQ
LMGFIDEQILDLKGEFYYDRNTIHRSLASEITTTTTSKS*                                        
>Osat_LOC_Os09g12480                                                            
MAQEYQTMPSSAHDKRYSGLSNGGDKEQLPSQGVCVTLSCLTVGKSEVPLTTRFDGNAMQVDGLLKNVSPTTKIVVKPNE
ELKSPFLVKRHLFLKRPDPIILDELYSLTTKVTDEESRQSVWVSGNLPINLKLVDIQETIKPEGVMGINCMDLAVRIMSR
QDAEIFKNTKCLGWRHYVDSNWKQYINDPNNLRNEYSRLSTMYDPSGSHLVLIPVSSDGHWTLYAFNMHDKKLCILDSRR
DTSEGGDQDPVKRHEKIRKEVCHALNETMDVDFNFLSWKHEFPKVPRQQNSCDCGFFVFNFMRLWDGHRLIRWFSTETKE
LRKNFLAYILSSLDDHSVLPTNVSELIKKLPGETMMNVELLEAARAGNANAFCELVIDPARSINHEPFRSASCSCLLFRS
TSSGSYCLCFECTSSRNSDQEKSPNKHNALTRSDAPSTFTRDTRDMLHAIQGVTVEGDGVLHIAASFGVLEPVKTVLEAQ
NGAFATALLQAENNKGDRPLHCAATTGSIVTVKLIVDEAEKIMRAQSDTFAWFLRAKNLDGQTCLHEAVRHGHEDVVKYL
VSKDADLGDVPLPLVQIVDNEGTSPLYLATTLRRDSIVKVLTEAAPSGMPRAASYSGPAGKTALHAAVLFSEELSRTLVN
WNHSLIKIRDESGSTPLHYLADGKYTTEPSCISVTELLLKKDPSSGYCEDSEGSLPIHIAAANGTLGIIDQLIKLCPGCE
SSCNASGQTILHIAVQTESHDVVRFVCSNEMFKMVLNMKDYDGNTALHLAVQKGHNKTFGILMGCKNVSLSIRNRNGYTP
LDHAVLNKTSGLTYATYWPGHQRWVCNSLLAAGADFGTFRADHLSSKIPEQAKADREAFSDTLSKSAAVMATCAALLFNA
ALNIFLNVQAIYHNNNTSTNNNNATQGSDQLKQIQKVKKLSGDSLSISACAILLFAIAGFPILPGVIGRTFALILGLGVL
IGSSMISLQALAARLDLAKVYGTGIGAFCVIFSLLCVTLCTNLLRKIVQHARPLWDRCGARGFFRSILNVRRAQNYSAIP
LLQVVNLKTVEEITEWELRGGKGNGSTRIWRDEPFFFLNGEVEGKRMYTNGLMGGEQWGSSRLMGFLGPNAVLLRGINAE
VFVVGLYRLARLDLAKVYGTGIGAFCVIFSLLCVTLCTNLLRKIVQHARPLWARCGAHGFFCSILNVRRAQNYSAIPLLQ
VVISVPRNGCFVLLCADGLRSALVNGEDRDYAQRGVEV*                                         
>Osat_LOC_Os09g13370                                                            
MKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRA
PSPPAPPSPPQDPAPSPPHAPPAPSPPQAPTSTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVD
AAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQ
LGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQIYKFHQLYMEMSA
TGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQ
ETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLINLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERL
RRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYD
GNTIHRSLASELAASTTTSKS*                                                          
>Osat_LOC_Os09g13560                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPHDSAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPKQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIG
ARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIHRS
LASELATSTTTSK*                                                                  
>Osat_LOC_Os09g13660                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNHWVVRDNVPVSTVYWRRTRARGHHESFVPDSE
KEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMM
ERNKDNAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAAR
RLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYE
LNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEG
AYEDLELDYPRGDGSCTVSSSCSASTVSTSGSSIDSSGSCTDSSSCSYTYSPASSSSGTFKVKGPPAPPLAHTRATKKAK
VDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPV
PQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEM
SATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQY
PQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEVCTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRE



RLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAALQEQLMGFINEEILDPKGEFY
YDGNTIHRSLASELAASTTTSKS*                                                        
>Osat_LOC_Os09g14260                                                            
MNENKVNERERERCRTNVNEPTNVNVKCNYRQMADRDEEQILYDTIEEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGN
QEGHKRARGQRGAAKKLEGQHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKE
MLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGELYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMER
NKENAAKKKYHHHLGSGGYSVVMPKWEEMEASLLERGIEPAIANWPERSKFWYYAHGRTLNPADGSLVFGDQIREAARRL
TDAVEASSQGTFRPDRERDELSLALQTPEHPERTRGKGVIPWKIGFKEDIHTYKSRMRSKRDTEAKIADLEFRVSSYELS
MQEEVARKVDERMAAHWSNDPQPTIPPAMVSPSGNRSSCASTGQVGLQSMDAMQTQDESTCPVDDIIQRTPCELHIPFKN
LSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWCRRYIILPGQQAAS
RAPSPPAPPSPPQDPAPSLPQDSAPSPPHAPAPSPPQAPAPTSPRSPTPTPPQAPLPAPSKSRAPQAPPPAHRRATKKAK
IDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSLEKKIPIDPSVMNFFRGVAPIEKAEVKYMYELGKPLVKPELLQSLP
TQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRGVFDTGFI
DPRKVNVVMLDQYPQATEDNLVHLLKAQHYKTFILWPYNTEFHWVFLLFDLSACTVNVYDSMDKKESTFDKVFELIDRVW
YRFRHLVRGKWRERLRRKFKFPCAKQKKGTNLCGYYVCEYCHCLADQIITTRELDLLVMDPNRSSGYYDFLNDPDLAHPF
GQASTQGDFSHPHNDFPYAHAQFPLFSTQPPPAAAGNGGPTAASRCGVRQRVQANPGSQDDGKARMYYTRDEDLRLVSAW
LENSTDPIEGNARKGDTYWRQVADTYNATTEDDRKRDPKHLKGHWHKHTRKVSAFNGIYVQLRDNYQSGRSEEMLMDQAM
ELYQSREGHPFTLGYWWKAVRDSPKWNAHICLLGHGPRKIRAEFDVNAPPVEEQPAQVRPAGIKRAKKGRQSDYSAELAE
LIKHLCKAHASQQEETASMKDFQQKLSGEKVEAATLNLQAAKEKTKAKLIDQQTKMLDKFTQMISVDTSSMEPWAREAHI
KACTLMSDQLWGKGATLE*                                                             
>Osat_LOC_Os09g15610                                                            
MPKWEEMEVSLLERGIEPATANWPEQSKFWYYADGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRERDELS
LALQTPKHPGQTRGKGVIPWKIGFMEDIHTYRSRMRSKRGTEAKIADLEFRVSSYELSMQEEVARKIDERMAAHRSHDPQ
PTIPPVMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQQAPCTYHYRPIPAGYSKVEVELIEGAYKDLELDY
PGGDGETHLRDTSHAIILWRKRVTKKAKVDAAKNKDTWYDCTQEELDAYVASEVKRQFKPQSPKKKIPIDPSVRNFFRGM
SAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGEDIGIEEFINDTGLTTDQLLGVALIEKAEVKYMYE
LGKPLVKLELLQSLPTQMYKFHQLYMEMSATGREMIGARIKDTDFLQGDGILWINFKGIYELHQLDALDVSIMSCWVLME
IQRPRRRGVFDTRFIDPRKVNVAMLDQYPQATEDNLVYLLKAQHYKTFILLPYNTEFHWVLLLFNMSACTINVYDSMDKK
ESTFDKVFELIDRAWYRFRHLVRGNWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTT
HKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASELATTTTSKS*                             
>Osat_LOC_Os09g16600                                                            
MPTFTVPAAEGLAYKPTPETRVHGAQLRGDCAKVQVNSVKPEYELFPLKYPPNDEVLSLGNARGTFIQWPKDLIEIRVTA
RPTIEPGGRPPKRPSSSPSAPPAQDRHAQSYDVQLKYDTDFWEDRTEADSKAIHEPPPMKKSRKAHSSPQRITLDKPMQR
GEEEEESDHWILLVITPKWSTCHYLNSRIDKNAYDWTPIQLAIDEVWAQYVQRGGLRKTRHHILIHKKDFPVKQQIGDQC
GFHVCHNMRLLYKEKVKTLTGFEGKITKSLPTSFEEIREEIAGFILREIINPKGMFRLKLK*                  
>Osat_LOC_Os09g17290                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKIGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPKQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIG
ARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIHRS
LASELAASTTTSK*                                                                  
>Osat_LOC_Os09g18370                                                            
MADRDEEQILYDTIAEGSNQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMVETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHLGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ELMAALRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSESMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH



LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKP*                                                                  
>Osat_LOC_Os09g21560                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPHDSAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPKQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIG
ARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIHRS
LASELAASTTTSK*                                                                  
>Osat_LOC_Os09g23240                                                            
MSAATDPTGSPITTSAATHPTRSPMTTSAANHPTGDSSAARSRASKTSKDDSTCTVSDDPVVTGVIDAFRSPPILQKTAV
SGLQTQILLSLGDLSSQICETQKMLIKMAHDNTEFQENMNDRMTNVEHIQQLQLQQVTDITHGEQHFPRKRYIEVEYPST
IGKRVRGVNGRAVVSNKKFDCYKRCLVDGNDDFDFVCTTDETRIALRILCAKPTETIIHIVDVVLTKADLIIKAFVKHFG
QSRSIKRHKHMYHAYLETPSVVSMLIKYGYYDGVELGNTDENMYKSAGVSYVNNDMIFLPIRTSIDHWYVAVLDCTRKVC
VLDSMDTTEDDLKELKFLMKGIRKCVRLVLDDKIVENPLWDDYNVQAWKIRIRYNLNNKKDRTSSGLYSIKFMELWTGDS
LSKQFYQEDIDSYRRKLAAILYMSPSNKLRNNICSTSNGHGTDGGTRAADLNEDILNMSEIHGD*               
>Osat_LOC_Os09g23260                                                            
MTTAMTAGRCGAERRHGRQAEADGGGDQAVGHHGTLYIEKEDLTQQIIDKGPPKNALRGQKKTKTNGQTPLKNSEEVEVK
RKKMKVLTQPAFLNDDVMDAYIQCLRYKEKGIRGDGKAFLEMAIKTGLLNVEGAHVEASESRDKRWIRDMARDYLPFDMI
FLPINIKDTHWYLAVLNAKRREVQILDSLAKPISKDRPDLRRVKEVKTFRQDLAGILINSELNNIKDRPLLPTTT*    
>Osat_LOC_Os09g23480                                                            
MPPPPRHAAATTAPQRHVAAAVTTPPPPPPRRRANRRPDAATPPLTNENENDRTNESENEHVNVRCRENVNENENDRTNE
SENEHVNVRCRENVNENENDRTNESENENNRTKTSENEGTNVNENKRTNVNENERTNVNELGNMADRDEEHILYDTIAEG
SSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERNVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVE
EDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKK
MAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENATKKKYHHHLGSGGYSVAMPKWE
QMEAGLIERGIEPATANWPERLKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQT
PEHPGRTRRKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPP
AMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAG
YSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSLPHAPPAPS
PPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDASKNKDPGYDCTQEELDAYVASEV
KRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFI
TDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSTTGREMIGARIRDTDFLQGDDILWI
NFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLLYN
TEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCE
YCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*  
>Osat_LOC_Os09g25230                                                            
MEIQRDRRRGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKMQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMD
KKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKKGTNLCGYYVCEYCHCLADQIITTRELNFIRMRDNL
TTHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASELATTTTSKS*                           
>Osat_LOC_Os09g25360                                                            
MAIPMDPSGTYHCRLIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRWYIILPGRQAASRAPSPPAP
PSPPQHPAPSPPHAPAPSPPQAPAPTPPRAPTPTPPRAPTPTPPQAPLPSPSKSRAPQAPPPAHTRATKKAKVDAAKNKD
SGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVMNFFRGMSAPAKEAIKLSDYERTLKKASSRKSKPVPQLGEQPN
QEIEPLVTGKEMTIEEFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYIEISATGREMI
RARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRGVFDTGFIDPRKVNVTMLDQYPQATEDNL
VHLLKVQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFKLIDRIWYRFRHLVRGKWRERLRRKFKF
PCAKQKKGTNLCGYYVCEYCHCLADQIITTRELNFIRIRDNLTTHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHR
SLASELATTTTSKS*                                                                 
>Osat_LOC_Os09g26030                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRAREQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRAHRDHESFVPDSEKEMLWTTMLETF
TLPAGTEYKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY



HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSQMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPSS
PPQDPTPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGVTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFYQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRWRVFDTGFIDPRKVNVVMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESMFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRS
LASELAASTTTSKS*                                                                 
>Osat_LOC_Os09g26220                                                            
MKVASGMAIPTDPSGTYHCRPIPAGYSKVKVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILLGRQAASRA
PSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKV
DAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPQKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVP
QLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMS
ATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYP
QETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRER
LRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIHMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYY
DGNTIHRSLASELAASTTMSKS*                                                         
>Osat_LOC_Os09g37220                                                            
MADRDKEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDRRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPTGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPALPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNNDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGI
YELYQLDALDVCIMSCWILMEIQRARRRRVFDTGFIDPWKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHW
VLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCL
ADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*       
>Osat_LOC_Os09g39150                                                            
MDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLV
EDLKQLWKKEGVPMWDEDKQEEFNLRALMFVTINDWPALSNLSGQSNKGYKVCTHCMDETESTYLKHCRKVVYMGHRRFL
AANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGVYGKSKDTLEARNDLKHMEQRGDL
HPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILP
DNVRATITKLCAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFER
YMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLWGKGTLGRKAIMTVDNNLFRKAHFTVL
QHSSLVAPYIEEHLALVRARNIGDRLGRSRHSRDMRSMGTHSTREPKTKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWE
LDYGPLKIPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLP
GKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIMADRDEEQILYDTIAEGSSQYWNEEEGN
EDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVQEDGRPSAPAEA
AKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSPFLEDHNARDIHPSCGYRGQSEKSFKGDLYQKYILKGQTPN
FDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKF
WYYAHGGTLNPADGSLVFGDQIREAARRLTDAVQASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIH
TYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMD
AIQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGD
GETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPT
PPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVVSEVKRQFKPRSPEKKIPIDPSVRNFFR
GMSAPVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYM
YELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWIL
MEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMD
KKESTFDKVFELIDRAWYRFRHLVCGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLANQIITTRELDFIRMRDNL
TTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                          
>Osat_LOC_Os10g03460                                                            



MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDTEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFIPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIESATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHIRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKS*                                                                  
>Osat_LOC_Os10g04316                                                            
MTTPGANPPSSTAARIQEEANPATETVAEGHPSTTAVEQPEIHELPQEQHTSISGGTSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGLAARENFGILHKDIDKVTEAEKERAWTAKEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEFVNLPGNHTPFYEYPQITEALGLVAEQASQSEVESAPKRREDDILTKALGTKEHPGRTRGIGSDVPWKHGLP
KYSSQYRKRKVSKEERDARLKAELKVEIIQELEASMNARVEERVNKVLADMNIPQGTTPAVHPTPRAQHDASPSQHRSSC
ASTKVPAPGLSVAPLAAVDHIESVAQCVLLARIHPTFAPEVAEGMAFKPSVTDKVHGADLLAGYAKMSIDTVKDTWSGYP
LPVPPNDEIMTLGDAHKTFIQWPKEDIVMKMTPRPSRPTELTPPKSKLSIEAPHGPALSVPHSPGGADMDLADIAQSLAP
IKTTRKADSSPPLVKGQKRERGKGKVGEWRRSQKGARLRRRCRIRKLDTGLLKCYSLLCWIESRCLGNQVGFLDPSMVNE
VNLRQSFTEVVDYVNRCLWVHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFTEITKALNMAWGPYMEKG
GRHKEGKDELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVVEVEDIMALIHLRAWLANPEASQYLAFIFFSGINSSVTG
WNKNPSKCTIAEKATAKEAWDAITTMRVGDDRVRKTVAQNLRRKFDLVTFNVGEAVEDFALRLNGMAATLATLGAEPAPW
RAEQEHGGGRPEAGTAGGSTLEVATATAGAGAAGAATAGSGAPVLLREEKVLAHLDKEQERDAETWVLDTGTTNHMSGSR
AAFVKLDTAVLGTVRFGDDPVARIEGHGTVVFVCKNGKLRSFSDVYYIPQLTTNIVSLGQLDEARYKVSINDGMMQIREP
DRQLLVKVKRTPNRLYMLHIKLAQPSCLAVRGHGDEVAWRWHERFGHVNMAALRKLAREELVRGLPKVGQLKQLCEACQA
GKQRRTSFPMQAEYHAWQLLELVHGDLCGPITPATPRGNKYFMLLVDDLSRCPTKSVDGMTPFEAWHGKKPVVHHLRMFG
CIVYIRNTTSHLTKLEDRGCKMIFVGYE*                                                   
>Osat_LOC_Os10g06660                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSRVYWRRTRARRDHESFVPDSEKEMMWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDMYQKYILKGQTPNFDTFPKLRDHWDEFIAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPLAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPPLDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLRYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CTKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRS
LASELAASTTTSKS*                                                                 
>Osat_LOC_Os10g06910                                                            
MEVIGKMPAKVKRIRFADSQTECEVVLPLTMGGGATSSAIAPDKPAQKKGKRKRRSKPVAGAATGDEAAGSKGPNLTRCS
AALASDACRALSNTHHEKLEEIGLDAVACMTLASLEKPDLIRWLMDRTDPDTMCISLDDDRKIQITPRIVQLVMGTPLGG
KDIVIPPKKVVRIVHDRIVEELGLARNVRLTPKMLIEAIKQRKDDPMAVRFFVMVLMSTLLIPTTDFYIPKDYVWLAADL
DRVAAIDWSKVLYLDNILPPREVVMERMFTPRIQMFTKDIVDQLVNEDQNAGGDGTPPFGNLPLRPISTTCYANKQNVKG
KGPMSAVIRASSLTFPNMSAIISTHLAGLPEEKRICLMDALGEYDKQAKESATEIERQFSMVVDKQNLLCQRLIDALQSD
SSASPRPYAGQSSGCQQISNATVVQECMTPQMHPIVAQQHHKQMPNEQQQQHRLDEQHQRQDHQPKQNHPHDELQHQKQQ
PEQQQQDQVQQQQQQEQPHDQHLQQVQMHDQQQPLHHEERQEQHDQIAGSPKSAGDGMANVDHVDTTPQARHGVTVQSPT
ANIENPLLGLTRQLTEESAIPVEHEGADGPSKKADEMDVSADPMDVHRIDEPNLQQHTPTVMKETAPEDTAIIVTTDAGV
AHGFYSVPAGDARLHLPRPDQGTHTVPSIANPPQDVGAAGVHHTDTSPATHSSVRSDDSHLDSLNEALSITPTPSLVLPP
DDEMTDTQVYDKIEEICLREGAPSLSELMSDTNVDIEGVKSTPWSQPKRFISRPARFVSPVVVGPSHHTSNIDASVQLRD
FIINNQDRINSHWSLYAINIPHKRIDIMDSNNYPMIGTQFSDHHRHLSKRIVKRLSDALQTALPKKFCRFGGFRKTPMPC
AKMAICSNDCAFYIMRFMEAYDGNREPIETMIIPVTISTP*                                       
>Osat_LOC_Os10g07554                                                            
MPPPPRHAAAATAPQCHAAAAVATPPPPPPRRRANRRPDAATPPLTNENENDRTNESENEHVNIRCRENVNENENDRTNE
SENEHVNVRCRENVNENENDRTNESENENDRTKTSENEGTNVNELGNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQ
YLNEEGNVERDAEGNQQGYVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYV



RHSGWVVRDNVPVSTVYWRRTRACGDHESFVPDSEKEMLWTTMLETFTLPAGIEDKVKRWTLKKMAEQFQSFKGDLYQKY
ILKGQTPNFDTFPKLRDHWDDFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATA
NWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLTLQTPEHPGRTRGKGVIPWK
IGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVIPSGNRSSCASTG
QVGSQSMDAMQTQDESTCSVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDL
ELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHSPPAPSPPQAPASTPPQDPAPT
PPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVEAAKNKDPGYNCTQEELDTYVASEVKRQFKPRSPEKKIPID
PSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPI
EKAEVKYMYKLGKPLVKPELLQSLPTQMYKFHQLYMEMCATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDV
SIMSCWILMEIQRARRRRVFDTRFIDPRKVNVAMLDQYPQETEDNLVHLLNAQHYKTFILLPYNTEFHWVLLLFDLEACT
VNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQNQGTNLCGYYVCEYCHCLANQIITTRELD
FIRMRDNLTTHKEFITAVQEQLMGFINEEILYPKGEFYYDGNTIHRSLASELAASTTTSKS*                  
>Osat_LOC_Os10g07562                                                            
MADRDDEQILLDTIAEGSSQYWVDDEGNEDPIQYLNEEGNDEGNQEANQEGTEEGTDSQPSAGQKRPRGKRGPAKKLEGR
HIVTEIAPDGEPVAPAGIGRKFVNHCGWVVRDNVPISIVYWRRTRSRVDEDSFLPDTEKDMLWTTMLETFTIPKADRPRC
KEWTLKKMAELFQSYKSDLYKRYILKGLTPDFNMHNKLRDYWDAFVAYKTGVQGQAQIEKNKANAAKKKYHHRLGSGGYG
KAIPKWDKLEADLIARGIEPATANWPERSRNWFYAHGGSLNPGDGSLIFGDEIRDAARQLADAIEASTQGTFRPDREKDE
LTLALQNPEHPGRTRGKGVLPWKYGFKEDIHTYRSRMRSKRDTEAKIVDLEYRVSTYEAKMQEEVTRQVDQRLAEQRGME
RQAPVMVSPSGNRSSCASTGQVGSEGIEAVAAHEATYFPVDDITQNLSIKVEIELVERTYEDLELDIPGGDGEKKLGDTA
HAIILWCKKYIVFPGQERPPAPPSPLQAQSAPPSPPRQSPPAPSPAPPPPPRAPAAKSAPSGPRATTPLRAPAAKSTPSR
SHPYEPTQSRPKKKARSDEPRLPALKKRAYDLTLEELDEAVRAEVREQLKPRSPEKKIPIAPEVQDHFIKMAELGKPVEV
SDYDRTLKKALKAKPSAVKCGKEVPQLGQQPRQEVEPLVVEPAQLEICNFLKDTGLSMEQLLEDAPIETAPVMYTFKLGE
PLVMPDKIRELPTQMYRFHQWYMDKSAMGREMFGARVRNSDYYQGEDVIWIRYKEVFDLYHLKALDVSILSAWTLIEIQL
CRQHNKFDTGFMDPRKVNTLMIQQYEKQTEDNIVHFLVQQHYKRFILLPYNTSFHWVLLLFDLEKSKVHVYDSMDKPEKT
FAKIFEVIYRAWIWFRTLVRGIWNEKPTRRFNFPCAKQEKGTNLCGYYVCHYMHCLAHQIRTGQDLEMIYLIDNTYHDDF
IRAVQE*                                                                         
>Osat_LOC_Os10g08002                                                            
MPPPPSPRRCANRRPDAATPPLTNENKNDRTNESENEHVNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGN
VERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVV
RDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTP
NFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSK
FWYYAHGGTLNPADGSLGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEF
RVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPC
ELHIPLKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYII
LPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAH
IRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKA
SSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYK
FHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKV
NVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFCH
LVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEI
LDPKGKFYYDGNTIHRSLASELAASTTTSKP*                                                
>Osat_LOC_Os10g08160                                                            
MSAPAKETIKLSDYERKLKKASSGKSKPVPQLGEQPNQVIEPLVTGEEFGIQDFINDTGLTTDQLLRGAPFGKAEVKYKY
ELGKPLVKPEQLQSLPTQMYKFHRLYMEMSATGREMIEVRIRDTDFLQGEDILWINYKGIYELYQLDALDVSIMSCWTLM
EIKRARRRGVFDTGFIDPQKVNVAMLDEYPQATEDNLVHLLKAQHYKMFILLPYNAEFHWVLLLFDLEACVVNVYDSMDK
KESTFDQVFELIDRAWYRFRHLVHGNWRERLRRKFKFPCAKQAQGTNLCGYYVCENCHCLADQIINTRELDVIRMRDNLT
QKEFIAAVQEQLMGFINKQILDPEGEFYYDGNTIHRSLASKITTNTTSKS*                             
>Osat_LOC_Os10g08260                                                            
MPPPPSPRRRANRRPDAATPPLTNENDRTNESENEHVNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVE
RDAEGNQQGHVERDVEGNQEEEASGNQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRD
NVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNF
DTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFW
YYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHT
YRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYP
GRDGSCTVSSSCSASTVSTSGSSIDSSGSCTDSSSCSHTYSPASSSSGTFKVKAPPAPPLAHIRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDLSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKTLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGTNIEESDIGQLPY
LQAVVKETFRLHPPVPLLLPRQAETTTNIAGRRICPRMPLANRMVHLVLGSLLNQFKWNLPVDIERNGIDMSEKFGLTLV
KAIPLCALVTPISVESGDH*                                                            



>Osat_LOC_Os10g08650                                                            
MEIQAPVMVSPSGNRSSYASTGQVGSEGIEAVAAHEATHFPVDDITQRTPCDMHTPFRNLSIKVVSGMAIPTDPSSTYHF
WPIPHGYAKDLELDIPGGDGEKKLGDTAHAIILWRKKYIVFPGQERPPAPRSPPQAQSPPPSPPHQSPPAPSPAPPPPPR
APAAKSAPSGPRATTPPRAPAAKSTPSRSRPYEPAPSRPKKKARSDEPRLPALKKRAYDLTPEELDEAVRAEVREQLKPC
SPEKKIPIAPNVQDHFIKMAEPGKPVEVSDYDRTLRKALKAKPSAVKCGKEVPQLGQQPRQEVEPLVVEPAQLEICNFLK
DTGLSMEQLLEDGPIETAPVMYTFKLGEPLVTPDKIRELPTQMYRFHQWYMDKSAMGREMFRARVRNSNYYQGEDVIWIR
HKEVFDLYHLKALDVSILNAWILMEIQLCRQHNKFNTGFMDPRKVNTLMIQQYEKQTEDNIVHFLVQQHYKRFILLPYNT
SFHWVLLLFDLEKSKVHVYDSMDKPEKTFAKIFEVIDRAWIRFRTLVRGIWNEKLTRRFNFPCAK*              
>Osat_LOC_Os10g10770                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPAVGQKRARGQ
RVQEDERPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWT
LKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEHGQAMMERNKENAAKKKYHHHLGSGGYSVAMP
KWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLA
LQTLEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMSAHRSHDPQPT
IPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAII
LWHRRYIILPGRQAASRAPSPPALPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSR
APPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLS
DYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELL
QSLPTQMYKFHQLYMEMSAAGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFD
TGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELI
DRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQ
LMGFINEEILNPKGEFYYDGNTIHRSLASELAASTTTSK*                                        
>Osat_LOC_Os10g11230                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEAMQEDGRPSAPAEAAK
NYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLY
QKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEEMEASLIERGIEP
ATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVI
PWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVASGMAIPTDP
SGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSPPHDP
APSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDPGYDCT
QEELDAYVASEVKRQFKPRSPEKKIPIDPIVRNFFRGMSTSVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPL
VTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRD
TDFLQGDDILWINFTHIYELYQLDAVDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKA
QHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQK
QGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASEL
AASTTTSKS*                                                                      
>Osat_LOC_Os10g11650                                                            
MGNCWKNFKTTLVTVYVLNPAQPEPFVKYPFITKPVWDEFHAAKSMNESREKSQTYRDLQARNLDPHRLGTGGYAGKQAE
WDKEDEAAAESNTQPVLGDIPVQRARNWARARVKKNRDGTLSFPNPEDQAVYQKIVELNAERQASQEEPTSCTLVIRVTP
GFAIPAAEGQAFKPTPKTRVHGAQLQAGNAKVQVDLVKPDWVGYTIPHPPNDEILTLGAARGTFIQWPKHSIEINITPRP
APSSRPPPTRPHQTVVSLPPAVEQRDEDLQLQYDTDFGDDGMEVDSRPHLPPPAKRSKRAKSSPPKLDTRRKAAGMGRGK
IKVPLVPKKLDLGKAPVAPPKPPAEFTLGMPLVGDDALFKMGPACKELHGYYMEKSNARRKNRETSMLGQHDGQPFLGPT
AFIAVDFKDLWDLYRVRAIDTNLLKCYSLLTWKHVHRKAPHVALLDPAVDNETTLKNDRANMVAYIKDCLFARQDKDFIM
CAYNQQRHWILLVITPKWSLVHYLNSNIKPEIYDWSAIESALNEAWDQYVARGGRHKDGHPKLGHRKDFPIRQQVGDQCG
FHVCHNMRSFAEKVTLLDPEEFISRIPEINFEIIREELAQFILDDILSPKGMFRVKS*                      
>Osat_LOC_Os10g12539                                                            
MEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKMFILLPYNTEFHWVLLLFDLSACTVNVYDSMD
KKKSTFDKVFELIDRAWYRFRHLVRDNWRERLRRRFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNL
TTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTTSKS*                         
>Osat_LOC_Os10g19000                                                            
MKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSTDSSSGSCTDS
SSGSYTYSSASSSSGTFKVKGPPAPSPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDP
SVRNFFRVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYK
FHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRV
NVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSIDKKESTFDKVFELIDRAWYRFRH
LVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEI
LDPKGEFYYDGNTIHRSLASELSATTTTSKS*                                                
>Osat_LOC_Os10g19326                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNEYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGVAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSRGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIREAARRLTDAVEASSQG



TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPLGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQNPAPSPPHAPPAPSPPQVPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDP
GYDCMQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFIADTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKCAKQKQGTNLCGYYVCEYCHCLADQIITTRE
LDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                
>Osat_LOC_Os10g23290                                                            
MDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGKEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKRRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPANHPVRKKGKHF
EHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCV
NLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIIS
TKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKICAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSF
FNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRH
EGRLRGKGTLGRKAITTVDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRAWNIGKSDVWITRHHIDTFPAWLRQHLMGNE
SINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLF
RCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDK
TDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEG
NVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWV
VRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQT
PNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMLKWEQMEASLIERGIEPATANWPERS
KFWYYAHGGTLNPADGSLVFGYQIQEAVRRLTDAVEASSLGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKED
IHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQS
MDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPTGYSKVEVELVEGAYEDLELDYPA
GDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPT
PTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEKLDAYVASEVKRQFKPRSPEKKIPIDPSVRNF
FRGMSASVKEAIKLSDYERTLKKASSRKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVK
YMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCW
ILMEIQRARRRRVFDTGFIEPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDS
MDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRD
NLTTHKEFIVAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                        
>Osat_LOC_Os10g23950                                                            
MGTACKDLHLYYMEKSNARKPSKVTDILGEHDGKPFLGPTNYIVVDFKDLFDLYRLRAVDTSLLKCYSLLSWQWCQKHAP
EVAFLDPQVVTVTNLQNDRQGMVNYIYDTLWSRRDKEYIMCAYNQYAHWILLVITPKWSTCHYLNSRIDKNAYDWTPIKL
AIDEAWAQYVQRGGLRKTGHDTLIHKKDFPVKQQIGDQCGFYVCHNMRLLYREKVKTLAEFEAMMNTCYATVMM*     
>Osat_LOC_Os10g24954                                                            
MENAVVVQPWRIVRFHDIQMDHIHWKWWIVRARVIKKGHLQENYYGDLQIRLILIDELGTKMEAIVYRRQAEHFNQLLRC
GSVYDFYNVGFDPTEMIVHLRFKIRSQFCMILNNVTTTRTPHDVIGLVVHVGDIEFRSLYLRQTPTRIIALVNPRLQIIF
VRVWDQQLTRNLTRWRSARTHFDCFVATLTRVDRRADELSTTYESDIIFNPDSASANEFNVLRQALAVSPSNVQEQERIF
HMFVILLLFVILCKNFYIKFSSVEFDEIKMEHVFRTCWKQNKFGAQYIRFILKDTTDTRMEALAYDQQADRFNGTIQSGL
VYNFTNVGFQPTDVPTYANLTMQAKFCMILTPKTALRKPRFVDFSAIFTDAISDDMFIDVVGVLIYVGEIHHHQLYGQSL
PTRDIALVNRRVVASTCIIVLLHVCYMSQEIRYSNRYPCLISCGTQVNQDAIHADMITTPPSKKAKNSESEEHGVSKVSM
PNIDVPSNLIRSMFGQTYKYLPQDYELTNEDVMAIFLIEDSAENCTLVDMGHFYNKKRHLTCLLSGDKFLNDDVISAYIH
CLSEQANNDKKVKYENPFLSDMLKAAGVNGVNEDEDNFITKIVKNYLHHELIFIPINMKDNHWYLAVVNIEKKQIQVLDS
MCMTFNRADLANTLQRLQYHLNIIGRQQDLPSHKWGDLNVIKWPIIEQLKERIQEDSSSCGLFMLKLMENWTGESLSRSI
TQEDITLFRSKLASVLLRWKTNKAVMTTGEQIEDTKDSDDDVVILVSKMSKQELISGLLHYIQQINCAEAMEKIWVQSSR
PHYISLSLKQLQTILKKDEPLESDCFNMAIRKFMYEKIEMIHKTKQAISNHCLDLQFWSATGFGKVPVHHDNINLAETVG
SWSEIHYKLSQCKAILIPVRHARSFIVLVVDQESQTLYVLDPNPLMPEYKNNPNMRYTRKLITICDHFNKAMRKACPGSR
WNEDINLWRQVIVNNPVYSRMVTS*                                                       
>Osat_LOC_Os10g26370                                                            
MEEDDDTVAVDGGGRHRLRQRHCFRPCCRNICFRSMLKRRLAHGERGGRHGDVYDSEAVTTGTATSIFGSVAGYGSYRGR
SDLMDRQWMYADWRYKEFIDGVHYFLRVAEANRHKGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQG
VEMEEDEVEDDNISDFTQYAGFEGNQTGERKGMLMMLQDAKEDCGSEKGAHKLDKMLEDHRTSLYPCCEQGHKKLDTTLE
FLQWKAKNGISDKAFGDLLKLVKNILPEGNKLPETTYEAKKIVCPLRLEVQKIHACPNDCILYRDEEYENVEACPVCKAL
RYRIRRDDPGEVDGQLTKKRIPAKLRRLFRNKGNARMMRWHAEERQQDGMLRHPTDGSQWRNIDRKFKDFGKDARNIRFG
LSTDGLNPFGEMSSGPKQPGNDIDVYLRPLVEDLKLLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKG
YKACTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVWKKGKHFEHTADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQ



PIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEAHIGILDLVYLHNMFPFER
YMGVLKKYVRNRARPEASIAMGYGTEKVIQFCVEFIEVLRPIGVPESRHKGRLRGKGTLGRKAIMTVDNNLFRKAYFTVL
QQSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFSAWLRHLMGNETINQQLAFLARGPSGSIATFQGYEINGYTFYT
RAQDMKSTNQNNDVRIDAMGHDGTTSTFTVPSRTYGNLTMDLSSGMTMVDFNKVGYSDEPFVLANDVTQVFNVKDMSSKA
KKGKGPDEPKRHVVLPGKRKIVGVEDKTDEDYDQFDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIVRRKEDVVVVPQ
VEVMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEKGNVERDVEGNEEEEASGSHPSAGQKRARGQRGDAKKIEG
RHIITEVDEDGRPSAPAEAAKNFVRHSGWVVRDNVPVSTVYWRRTRARRDNDSFVPESEKEMMWTTMLETFTLPAGMENI
VKQWTLKKMAEQFQSFKGDFYKKYILKGLTPNFDVFPKLRDHWDEFVAYKTGQQGQAMMVRNKENTAKKKYHHHLGSSGY
SVAMPKWEEMEARLIERGIEPATAKWPDRSKFWYYAHGGTLNPVDGSLVFSDQIREAASRLTDAVEASSQGTFRLDREKD
ELSRMWSKRDTETKIADLEFRVSSYELSMQEEVARKVDERMAAHRSQDPQRYIPPTMVSPSGNRSSCASTGQVGSQSMDA
MQTQDETTCPVDEITQRTQCELHIPFKNLSIKVASGMVIPTDILGTYHCRPIPAGYSRVEVELVEAAYEDLELDYPGGDG
EMHLRDTSHAIILWCKQYIILPRRQEASRAPSPPAPPSPPTPSPPVPPPRPPAPSPPPPPPAPCPPASPAPLPPPCPPAP
PKTRSCQAPPPARTRATKKAKVDATKNKEPPYDCSQEELDTYVAGEVKRKFKPRSPEKKIPIDPSVKNFFKGMSTTNKEA
LKISDYDRTLQKAYHKKSKPVPQLGEQPNQEVEPLMTSEDFGITDFISDTGLTVDQLIGGAPIPKAEVAYKFELGKPLVT
PEQLQSLPTQMYKFHERYMEMSAKGREMFGARIRNPDFLQREDVLWIHFKDVFDLYHLDALDVSLLSAWILMEIQRVRRR
GVYDTGFIDPRKINTEMIDKYEKDTEDNLVHLLTQQQFKTYILLPYNTEFHWVMLFFDLDACKVTVYDSMNKEKKIFDKV
FQLIDRAWDRFRQLVRGTWKEKLGWRFHFPCAKQDQGTDLCGYYVCEYAHCLSNQIYTTRELDHIYMRDNLPHKDFITVV
QEQLMGFINEEVLNPDGEFYYDG*                                                        
>Osat_LOC_Os10g26880                                                            
MADRDQEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNMERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERAIEPVTANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKWVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFKLIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKS*                                                                  
>Osat_LOC_Os10g27260                                                            
MVERRAAALAIVALAERRRTKPLWIESRERDAYWEAMMPNLKPPMDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFIC
CPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDV
ADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGG
NKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYF
PIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTW
PVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDW
PALSNLSGQSNKGYKACTHCMDETESTYLQHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVK
DLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLK
HMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFINLKSHDCHVLMTQLLP
VVIRGILPDNVRATITKLCAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHLFCHLVKEIRILGPMYL
HNMFPFERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAIMTVDNNLF
RKAHFTVLQHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGY
EINGYTFYTRAQDMKSTNQNSVVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVD
LNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSIL
LSNEDTPYSRSDHKEGTIMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQE
EEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVHVSTVYWRRTRARGDHES
FVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGE
QGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIELAIANWPERSKFWYYAHGGTLNPADGSLVFGYQ
IQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEF
RVSSYELNMQEEVPRKVDKRMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTKDESTCPVDDITQRTPC
ELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYII
LPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSGAPPAPPLAH
TRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKA
SSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYK
FHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKV
NVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRH
LVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEI
LDPKGEFYYDGNTIHRSLASELAAECIGLQAFTPNWYRDIKSKKDIEKIVQRLEDIQIIGEIPMKYWEKNAIECKINIIN



PEYIIKTSPIEATPKDIEEFKMHIEELLKLGAIRESRSPHRSAAFIVRNHAEEVRGKSRMVINYKRLNDNTIEDAYNIPN
KQEWINRIQGSKYFSKFDLKAGFWQVKMAEESIEWTAFTCPQGHYEWLVMPLGLKNAPALFQRKMQNIFNDNQEFVLVYI
DDLLIFSKTYKDHIAHLELFFRKVEQNGLILSKKKMEICKEKVNFLGHEIGEGKIHLQEHIAKKILQFPDAMNDKKKLQQ
FLGLVNYARNHINNLAKLAGPLYTKLRKNGQKYFNSEDIKLVRLIKEKVKELKPLELPLEESYFIIETDASQQGMKRSMN
YAGVECFTFGDDNKLRIFPPNSYKFKPKDHIILDEVQECILDNFWYQYNNKREEKGYLLSILNSLSEYFHLINGSLMPAN
EDHEVIQQKPIYVVFDGKLPGVYISFEEIVAQKIDAKLMGGISWKKYKDIDEALSQARKILGINYYLEPAAKEYIQKCKK
AKGKKTSEIPIKMTIKEEGFFKKPTYKECLTKGVDPLDGEYIDWKIIEKFEEASPQLKKELKEEILKELKQEMDQKFEQI
KKAVDEKLEVSFSDLDTMDLGGHGQPDE*                                                   
>Osat_LOC_Os10g33450                                                            
MASNIGIAETKNARRRSEAASSTAVDAAREEATMAYVEAHGGRKDKLLVSSERPRVRVRADALRCLAVPLSRDGPERQIT
GVLLDAALDLLRRRQAGRRRRRNGRRVLLGSVEEQDWLEYVSSLPPRTAAAAGHDADMSATGARYLAHDTVLFPVNHQSH
FFVAALDVAAGEYRILDSSNYGRRFGPRFYDAAMSKIRGGVARCVAAAGRAGAEADAGGWKLRMVAGLPAQTDESSCGLF
AIKCMELWDGEKLERGFTMDDVHELRRKLAGELIFWELNEMQEVKDEIEFMARKMMMMMSSSSPLRNCGDRVKLATLGGA
GGVRVCY*                                                                        
>Osat_LOC_Os10g33480                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRAREDHESFVPDSEKEMLWTTMLETF
ILPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEYIHTYRSRMSSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHSRPIPAGYSKVKVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPVPSKSRAPPAPPLAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLLDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFHHLVRGKWRERLRRKFKFP
CAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRS
LASELAASTTTSKS*                                                                 
>Osat_LOC_Os10g34880                                                            
MAPAAKRNLGKAPIVDDSDESDCDGELSRRELDDIIYEIFRKEVVKDVKKEILNRKSCSHAFRYAKVNYTFDFNFYIACC
YDNKLKEAAKIDSSFTRFSTKYFCRVISALSPHQKTIIQGAGFQNLLEFNSNYVPNKFATWIAKHVDFKTSQIILRDKVI
SVTKQTVCDIFGLPSGGLEFGKDFEAGKEYILSMYGLSCLPSVRFFGDQFIKKEPLTNEKVITSFLIVALACFLCPNSSI
LPSTKYLTIFQDVNNLRNYDWSKFIYDWSMNYMKKFVKTNSLGGCLYMWAVVYLDNVEFGDNNVSNEIPRICVWKSDMIH
AYSEFDKIDDDTFGLRPLRDFKSTCYFQPQPCDERRISFQQKLDCALQNMLPVYMKEKICSMFDSHCTSLHTIDDSSCGD
LLISVLAMIGEASCNESDQNVVIEENVIENVGTSKADDDIGISSAGISALYFVNAFVLYAEVHVPNDNVLPHSPIHNAFH
GNEDAFVSKSAVELNDSRQCDDDLNFVTPQVGNANHSKQSVDDLLDGSGIAAAAAAIHRVAKKFRSRFNDYGNVENIFNQ
SRPLFSLLDSEDDVSDYEHVFSVQNEDEGSENVSPSSTQPFISFQSLPETPDNDTCNTVINENPGTSAAHNSQNSNKRLF
KDVTNSPDVVCLGENKICDSSKRMCVKAEQLYNSTNQLNKYIRGMSSSGGKLPIHGPRRVLVPARHASDPFVFSPRRRFT
VSDQENRYYIAICRLSDSSKWQSYYAVDIDNVKAKFYSFGHSLKKNCIVSPYVISVFCRVLFQDSHPSKSKRNYFFLSIG
AELINDISDKGLEKVKKSFEGATNARKLHLCDMLYFPILHLQHWFLFIVDLKDRMLVILDCVYHEGDDFYEPIMTQLINN
LQTFWDKFECSPMNFSNFKLKFPSVLAHISSADSGIFVMKSMELWSPRVILQNEFSNDNISNIRVQYANRIFFHPSNKLL
STEVEDVVLNWFDPAKFPRVDTPGAA*                                                     
>Osat_LOC_Os11g01180                                                            
MAHGGGEEEEERVLSHGDVVLFRCDLTILRGPHFLNDRIIAFYLAHLAADHDADDDLLLLPPSIPYLLSNLPDPASVAAV
ADPLRLASRRLVLLPVNDNPDVSHAEGGSHWTLLVLDNSNAVSGPRFVHHDSLPPTNLPSARRLAAVLRPLLPASAIPLI
EGPTPRQTNGYDCGVFVLAVARAICNWWPTRARHSNSDSDWLEAVKREVNADSVKAMRTQLLQLIHTLIQNNTTTNQHSC
*                                                                               
>Osat_LOC_Os11g03950                                                            
MKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRA
PSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVD
AAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQ
LGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSA
TGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQ
ETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERL
RRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASEL
AASTTTSKS*                                                                      
>Osat_LOC_Os11g06570                                                            
MEEDDEENDNVPDWAQYGGFADTTGDGGGAVEENNGADDLGQILCDVKKDCESEKEVQKLERMLVDHKTLLYTGYEQGAQ
KFENLEACPVCNASRYKIRRDDPDEVNRQPSKKRVPAKMDRQWMYADRRSKEFIDGVHYFLRVAEANRKRGFICCPCNKC
KNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQFVGFEGNQTGEEEIAADGNDVADDLGQ
MLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPET



TYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRL
RCLFRNKGNARMLRWHAEERQHDGMLRHPADGSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCI
YNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNL
SGQSNKGYKACTHCMDETESTYLKHCKKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVF
GKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEAHNDLKHMEQRG
DLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGI
LPDNVRATITKLCAFMNAISQKVIDPDRLDALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPF
ERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAIMTVDNNLFRKAHFT
VLQHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYT
FYTRAQDMKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGY
SDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDT
PYSRSDHKEGTINVNENENDRTNESENEHVNVRCRENVNENENKNDRTNESENEHVNVRCRENVNENENENDRTNESDNE
NDRTKTSENEGTNVNENKRTNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEG
NQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSDWVVRDNVPVSRVYWRRTRARGD
HESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYK
TGEQGQAMMERNKENANKKKYHHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVF
GVQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTKAKIAD
LEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQR
TPCELHIPLKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRR
YIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPSPAHTRAT
KKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGK
SKPVPQLGEQPNQEIEPLVTGKEMTIEQFFTDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQL
YMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAM
LDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWHRFRHLVRG
NWRERLRRRFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPK
GEFYYDGNTIHRLPSGDDTSNKRSSVQMATTLAKVGPFGAGGTPVDIDHTLPPDHLKSIKIWYDEDGINGLKFSYLHAAN
KRKLTTTRVWGDDSGSSDEINIEDDDDYVNKLEGRTDGRTKIKSLRITTKNNNNPDWLGDKTKEGDYFSVPVEDGQIVAF
FGRTDQYINALGVYILGTPYQQSTP*                                                      
>Osat_LOC_Os11g06620                                                            
MEGVVILHETLHELHRKDKSGVIFKIDFEKAYDKVKWPFVQQTLRMKGFSSRWYDTIIFLEHDLQQAKNLKLILSVFEKL
SGLKINFHKSELFCFGQAKECYEQYSDIFGCHFQGNSLAPVLGTTTKMDRQWMYADRRSKEFIDGVHYFLRVAEANRQRG
FICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQYVGFEGNQTGEEEIAVDG
NDVADDLGQMLEDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNIL
PGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVM
WYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGH
STWPVTMCIYNLPPWLCIKRKYIMMPIIIQGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTI
NDWPALSNLSGQSNKGYKAYTHCMDETESTYLKHCRKVVYMGHPRFLAANHPVWKKGKHFEHKADHRTKPKHHSGKTVFA
MVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARN
DLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQ
LLPVVIRGILPDNVRATITKLCAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGP
MYLHNMFPFERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGTLRGKGTLGRKAITTVDN
NLFRKAHFTVLQHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATF
QGYEINGYTFYTRAQDMKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFQCQWVRLTGGGVMIDDSGMT
TIDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDP
SILLSNEDTPYSHSDHKEGTIMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEG
NQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGD
HESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYK
TGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWLERSKFWYYAHGGTLNPADGSLNA
EESIFWKVQTSPSAWRATKPGDRAVGDRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYP
QETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRLLVRGKWRER
LRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGKFYY
DGNTIHRSLASELAASTTTSKS*                                                         
>Osat_LOC_Os11g06640                                                            
MDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNISDFAQYVGFEGNQMGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETKYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSN
KGYKACTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVWKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPG
SQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPE
PKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNV
RATITKLCAFMNAISQKVIDPDRLEALQNKVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFEMYMG



VLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAITTVDNNLFRKAHFTVLQHS
SLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRA
QDMKSTNQNSAVRVDAMGHDGTTATYYGAIEETKKMPPRRTNWPERSKFWYYTYGGTLNPADGSLVFGDQIREAARRLTD
AVEASSQGTFQPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQ
EELARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLS
IKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDAPSPPQAPASTPPQDPAPTPPRAPTPTPPQA
PLPAPSKSRAPPAPPPVHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSA
SVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELG
KPLIKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQ
RARRRRVFDTGFIDPRKVNVAMLDQYPQETQDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKES
TFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVYEYCHCLADQIITTRELDFIRMRDNLTTHK
EFIVAVQEQLMGFINEEILDPKSEFYYDGNTIHRSLASELAASTTTSKS*                              
>Osat_LOC_Os11g07890                                                            
MDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRNSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVNGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLV
EDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINNWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKVVYMGHRRFL
AANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRH
AIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKV
PSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKLCAFMNAISQKVIDPDRLEALQNEVVQ
CLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFI
EDLRPIGVPESRHEGRLRGKGTLGRKAIMTVDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDT
FPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSAVRVDAMGHDGTTATYYGAIEDI
WELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVV
LPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIMADRDEEQILYDTIAEGSSQYWNEEE
GNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPA
EAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVQDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFK
GDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIER
GIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAVRRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRG
KGVIPWKIGFKEDIHTYRSRIRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNR
SSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELV
EGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTP
QDPAPTPPRAPTPTPPQAPVPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPE
KKIPIDPSVRNFFRGMSASVKEAIKLSDYEQTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQL
LGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQ
LDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLI
DLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQII
TTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*            
>Osat_LOC_Os11g10780                                                            
MYTSGHNKSNVLKWIKAKKVFSRQYVFVPIVIWGHWNLLVLCNFGETDYLGTDKGPRMLLLDSLKTTNPTRLRSNIKRFI
ADIFKTEEREENEQFINKICLEFPEVPQQNGDECGIYVLYFIYCFLQNKALGEDFSQLFDDPEEWENFRKGVHSFRENRE
NEIAE*                                                                          
>Osat_LOC_Os11g10860                                                            
MDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFQLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNEVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPMWDEDKQEFNLRALLFVTINDWPALSNLSGQSNK
GYKACTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGS
QHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEP
KEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVR
ATITKLCAFMNAISQKVFDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLLKEIRILGPMYLHNMFPFERYMGV
LKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAIMTVDNNLFRKAHFTVLQHSS
LVAPYIKEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQ
DMKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPFV
LANDVTQVFFVKDMSSKGKKGRGPDELKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRSD
HKEGTIYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAE
AAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKG
DLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERG
IEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGK



GVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRS
SCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVE
GAYEDLELDYPGGDGETHLRDTCHAIILWRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPS
VRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEK
AEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSI
MSCWILMQIQRARRRRVFVTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVN
VYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCYCLADQIITTRELDFI
RMRDNLTTHKEFIAAVQKQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKP*                    
>Osat_LOC_Os11g12360                                                            
MARLTKNAARRVTLRRRRAGLIKKVTELSILCSVQASIVVYNIDEAGDPVVWPSIEEAKNMWSKLMDMSEATQKKWMQDS
KTLLQQQIMKLNKKLDNLKAENYKREITNIISQIGGGHRKNLNDLSPEMVKNVKREVAKLREAIRNRIIKLHAQVIEKCI
DYIIFSMMDRQWMYVDRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSH
GEQGVEMEENEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKILEDHRTSLYP
GCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGE
EYENLEACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYLPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPAD
GSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMLIIIQGPKQPGNDID
VYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVAINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKVVY
MGHRRFLAANHPVRKKGKHLEHKADHRTKPKHRSRKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYW
EFLDVRHAIDVMHLTNNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFE
CLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGIIPDNVRATITKLCAFMNAISQKVIDPDRLEA
LQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRTRARPEASIAKGYGTEEVI
EFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAITTVDNNLFSKAHFTVLQHSSLVAPYIEEHLALVRARNIGKSDAWI
TRHHIDTFPAWLQQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSAVRVDAMGHNGTTATY
YGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPD
EPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIMADRDEEQILYDTIAEGSS
QYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVEWDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEED
GRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGIEDKVKRWTLKKMA
EQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQM
EASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPE
HPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAM
VSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYS
KVEVKLVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPP
QAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPRYDCTQEELDAYVASEVKR
QFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITD
TGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINF
RVIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTE
FHWVLLLFDLEACTVNVYDSMDKKESTFDKVFEVIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYC
HCLVYQIITTRELDFIHMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAATTTTSKS*    
>Osat_LOC_Os11g12440                                                            
MSTPGANPPSPTPARIQEEANLATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGGTSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEFVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVLAPFSDIPEQRARNWARARGKGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADLLAGYAKVSIDTVKDT
WSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPCPSRPTELTPPKSKLSIEAPRGPALSVPHSPGGADMDLADIA
QSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATLMPVSKSGKVVRAPAQFELGMPLVEDNVLAVMGIA
CRELHTQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSLLCWIESRRHGNQVGF
LDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIIPKWSRVTYLNSNKSKDYDFSEITKALNMA
WGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*                  
>Osat_LOC_Os11g12500                                                            
MGNRRLEGQHCDENEYQDDFAEFLYEEEPSDNIDMVEQRAQPQINNEQSSPQTPLHINIASARTPATKQVIQISSQSSPD
IGMNSPRIAQMREPNQHAQTEERQYSMTRIIDSLNASGNFSGTRHNLYRPKRIVHPSKYKSSPNDNYTRHQTISAAELNR
YNNILSIGETQQYKYKFADLMDNVKVTWSSLSKSLSPRGVVDTYVLNAYAKKIANDQNNKENEYRNFYFFHRTSVYFLKN
WEGAGKEEDYKNCARQAFTFARNKKPLHYYDLLIFPCLYDNHWFVFTVDIKGHHFIFLDSIYDENSKYHKKIQGLLIPGF
IAIWEEFSDVEKDFSKFDIQYPPITRQNNGHDCGIYAMKCMEWWNPRMHLKDIIRPEYIPNMRKQIANDLLFSEYNSQEE
AKMLARSFNPTKHGKYARQL*                                                           
>Osat_LOC_Os11g12730                                                            
MDRRWMYYAHRSSTEYREGVTEFVTFADNDRKSRMSMHMLCPCRDCKNEQMIEDKDEVHTHLIMNGFMKKYTCWTKHGEQ
EAPDVAVEEVLDQDVENTAAAREGMFVPSPLGGETIDLDTQCLSIMLHDIEDAEDNDRDFEKFSKLVEDCQMPLYDGCKS
KHSKLSCVLELMKLKASNGWSFKSFTELLELLKDLLPEGNNLLQTTYEAKQVLCPLGLEVRRIHACPNDCILYYKEYADL
DVCPICGASRYKRAKSEDEGSKSKRGGPAKVVWYLPIAERMKRMFANKEQAKLVRWHAEERKVDSMLRHPADSVQWRTID
RIYQEFSNDRRNMRFAMCTNGINPFGDLSSRHSTWPVLLVKYNLPPWLCFKRKYIMLAMLIQGPRQPGNDIDVFLEPIID
DFERLWNEGTRTWDAYAQEYFNLHAILFCTINDYPALGNLSGQTVKGKWACSECMEETRSKWLKHSHKTVYMGHRRFLPR



YHPYRNMRKNFNGHRDTAGPPAELTGTEVHNLVMGITNEFGKKRKVGKRKEKSTSKEKTEEHVEKQKTKERSMWKKKSIF
WRLPYWKDLEVRHCIDLMHVEKNVCESLMGLLLNPGTTKDGLNARRDLEDMGVRSELHPITTESGRVYLPPACYTLSKEE
KIDLLTCLSGIKVPSGYSSRISRLVSLQDLKLVGMKSHDCHVLITQLLPVAIRNIFPPKMRHTIQRLCSFFHAIGQKIID
PEGLDELQAELVRTLCHLEMYFPPTFFDIMEHLPVHLVRQTKCCGPAFMTQMYPCERYMGILNGYVRNRSHPEGSIIESY
TTEEVIDFCVDYMSETSSIGLPRSHHEGRLDGVGTDGRKTIRLDRKVYDKAHFTVLQHMTEVVPYVDEHLAVIRQENRSR
SESWVRNKHMSLFNEWLKNRIARLQNLSSETLQWLSQGPEWSATTWQGYDINGYTFHTVKQDSKCTVQNSGLCIEAGSDG
GRRDQYYGRVEQILELDYLKFKVPLFRCRWVDLRNVKVNNEGFTTVNLANNAYKDESFVLAKQVVQVFYIVDPCNKKLHV
VREGKRIIVGLDNIADKDDYNQHVHGIGQEIPLEEEEEEDEVQYARVDHEEAIWAQEDAAAATANVPAPFLDIPEQRARN
WARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTKEHHGRTRGIGSDEERDARLK
AELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPAVQPTPRAQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHI
EGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADLLAGYAKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEA
PRGPALSVPHSPGGADMDLTDIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKAGKVVR
APAQFELGMPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDT
GLLKCYSLLSWIECRRLGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKKYIMCAYNQERHWILLVIVPKWSRV
TYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRHKEGKDELYRDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVV
ANGE*                                                                           
>Osat_LOC_Os11g12780                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHI
ITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKR
WTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVA
MPKWEQMKASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREATRRLTDAVEASSQGTFRPDRDRDELT
LALQTPEHPGRIRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQ
PTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCR
PIPAGYSKVEVELVEGAYEDLELDYPGGDGGTSSSLGDKRRLVHHLLRLRHLLLRILHRLLLMLRQHRLHLRLQHRLLFR
ILHRLLLVLLHLLPRKLLFRHLQSQGPAPPPAHTRATKKAKVDAAKNKDPGYNCTQEELDAYVASEVKRQFKPRSPEKKI
PIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGV
APIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDA
LDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFHWVLLLFDLEACTVNVYDS
MDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLANQIITTRELDFIRMRD
NLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                        
>Osat_LOC_Os11g13730                                                            
MPPPPRHAAAATPRHATAATPRHRRRATPPPPRPHNATPPPPSPRRRANRRPDAATPPLTNENENDRTNESENEHVNMAD
RDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGA
AKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLP
AGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHH
LGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFR
PDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERM
AAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMAIPT
DPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQ
DPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKTKVDAAKIKDPGYDC
TQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEP
LVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIR
DTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLK
AQHYKTFILLPYNTEFHWVLLRIDLEACTVNVYDSMDKKESTFDKVFELINRAWYRFRHLVRGKWRERLRRKFKFPCAKQ
KQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASE
LAASTTTSKS*                                                                     
>Osat_LOC_Os11g14350                                                            
MADRNEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHNGWVVRDNVPVSTVYWRRTRAREDHESFVPDSEKEMLWTTMLETF
TIPVGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLLERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLIDVVEASSQG
TFRPDRNRDKLTLALQNPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIVDLEFRVSSYELSMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNHSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHIRDTSHAIILWRKGTSSSLGDKRRLVHHLLRLRHL
LLRILHRLLMLRQHRLHLRLQHRLLLRILQRLLLGLLHLLLHKLLFRHLQSQGPPQLHHLPTQGRPSSCQGDDILWINFK
GIYELYQLDALDVSIMSCWILMEIQRARRQRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEF
HWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGNWRERLRRRFKFPCAKQKQGTNLCGYYMCKYCH
CLADQIITTRKLDFIRMRNNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELATTTTSKS*      
>Osat_LOC_Os11g14680                                                            
MKKPVAYLNPCRISKPNHTYTLDEKKLPEHIKAMSSEERKAYVAQRHHEKVLDVATYVAIALESTQDKECVYAPYAFDDH
WIVFLLYPKYNEVIVLDSLDKDSNTYQEFLRILDLAFKRYYQRGGQRKNSRERIFVRNKWPCHKQPVGTVLCGYYYCEFL
RVNGKYCANYDELPKFPI*                                                             



>Osat_LOC_Os11g15360                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPVGTEDKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPQR
SKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKE
DIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQ
SMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYP
GGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQA
PLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGGMSASVKESIKLSHYERTLKKASSGKSKPVPQLGEQPNQEIEPL
VTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRD
TDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKA
QHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQK
QGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASEL
AASTTTSKP*                                                                      
>Osat_LOC_Os11g16790                                                            
MDRQWMYADRRSKEFIDVVHYFLRVAEANKQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRFFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLV
EDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDITESTYLKHCRKVVYMGHRRFL
AANHPVRKKGKHFEHKADHRTKPKHRSGKTVFDMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRH
AIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKV
PSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKICAFMNAISQKVIDPDRLEALQNEVVQ
CLVSFELIFPPSFFNIMTHLLCHLVKEIRIRGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVS
TVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGKTPNFDTFPK
LRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHG
GTLNPANGSLTPEHPGRTLGKGVIPWKIGFKEHIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAH
RSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPS
GTYHCRPIPAGYSKVEVELVEGAYEDLEVDYPGGDAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSNSRAPPAP
PPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERT
LKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLPSLPT
QMYKFHQLYMEMSATGREMIGARIRNTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFID
PRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWY
RFHHLVRGKWRERLRRKFKFHFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTS
KS*                                                                             
>Osat_LOC_Os11g17290                                                            
MGGGGGGESEVATVATGGQEERQPPPVVKAQNKSQLPMRQKRKKVFTRVRVQDQEEDNDFMEPACQVKSKVAEKATQDHT
KHKLSEQEPEDEVEEEDEDEYEDDVEDEDEEVEEDDDNDFMEPALKVKRKVPQNRKTEAMQGSKKKVASKQKLTKDVPVR
KRDHFSVNTRCQPNAILEMVGSLNKPQRDRLHALGFDWVFKFRMNGLRSRELIEYLIDCLDPDSMCLDLGGRGKLPVTPD
VVHCVLGLQNGHLDPPVVSDTTPLDPIREELGLGKKEKISSSSILDRIKMGGTDDFTMQCILMILFSKLLAPDSSTDITG
NIVNMVSKNLEQYKDMALYKFVVDHLRWSAEKWKSGKRSTVYGCTALLVVYYLDNLLCKAMISNTNTPRSQFFNSSLIDK
IENLTKSTKKDGSTSFGKLNLRCRESTCYFVSKEKVKRKVGAASGSTRKRKHIDELAAQEATVARSKEAPRFGGDFPSLR
SKLGPLIESLGSTRKQIGLDALEQYDKEVEQIMGNLHKAQDRLVDVLTSLCSTSDPKIAYTRKSKKRRDGLPPLDSNAVT
DKTSGSGNENTTQASIGTPPTQANDVLGDEQSRGNVESSPPMHVEDPKDAEAGQPCEPAKDAHNDNDAELSNLVDKICTN
VEGLVDKICTHVESTPMLAIAPSLAANLSPAIMPIEMEKRRPLANPKYISPFKCVSIEPLWDDTGDIAMEVYKIVWNGQL
PDVESAYLIDQMEGAIVWKGDELRNCFSEGGKLTNDIMLFWSTCLIFDDANYRKDSIGYREVLNSENHNLTFSFDAAVNI
ISRECKSFNLPNAKLSFLPTINNDHWTIFCFNFNHKRIDILDSLGHDRDEKALKAMKDRVVGRFLDVLDVMFPKKFTDVR
KWKCYHACNQKQVLTNDCGFLAMKYIQFWDGKVFVKKVCPKDGTKYRAEVLYYILFHPLNEAKLPAAIERYRPKIRKISK
*MGGGGGGESEVATVATGGQEERQPPPVVKAQNKSQLPMRQKRKKVFTRVRVQDQEEDNDFMEPACQVKSKVAEKATQDH
TKHKLSEQEPEDEVEEEDEDEYEDDVEDEDEEVEEDDDNDFMEPALKVKRKVPQNRKTEAMQGSKKKVASKQKLTKDVPV
RKRDHFSVNTRCQPNAILEMVGSLNKPQRDRLHALGFDWVFKFRMNGLRSRELIEYLIDCLDPDSMCLDLGGRGKLPVTP
DVVHCVLGLQNGHLDPPVVSDTTPLDPIREELGLGKKEKISSSSILDRIKMGGTDDFTMQCILMILFSKLLAPDSSTDIT
GNIVNMVSKNLEQYKDMALYKFVVDHLRWSAEKWKSGKRSTVYGCTALLVVYYLDNLLCKAMISNTNTPRSQFFNSSLID
KIENLTKSTKKDGSTSFGKLNLRCRESTCYFVSKEKVKRKVGAASGSTRKRKHIDELAAQEATVARSKEAPRFGGDFPSL
RSKLGPLIESLGSTRKQIGLDALEQYDKEVEQIMGNLHKAQDRLVDVLTSLCSTSDPKIAYTRKSKKRRDGLPPLDSNAV
TDKTSGSGNENTTQASIGTPPTQANDVLGDEQSRGNVESSPPMHVEDPKDAEAGQPCEPAKDAHNDNDAELSNLVDKICT
NVEGLVDKICTHVESTPMLAIAPSLAANLSPAIMPIEMEKRRPLANPKYISPFKCVSIEPLWDDTGDIAMEVYKIVWNGQ
LPDVESAYLIDQMEGAIVWKGDELRNCFSEGGKLTNDIMLFWSTCLIFDDANYRKDSIGYRVIIPTSAIIC*        
>Osat_LOC_Os11g18560                                                            
MADRDEEQILYDTIAEGCSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF



TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIEMGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEMARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLA
HTRATKKAKVDAAKIKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKK
ASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMY
KFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRK
VNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKCAKQKQGTNLCGY
YVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSK
S*                                                                              
>Osat_LOC_Os11g18954                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSHPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQVASRAPSPPAPPS
PPQDPAPSPPHAPPAPSSPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKS*                                                                  
>Osat_LOC_Os11g19030                                                            
MEMTGKMPARVKRIRFADSQNECEVVLPQTLASGGASSSRAVGEATQSKPKRRRRATSAGEGPSGDEPSETKGPNLTRCS
AALVVQACRALSTVHHEKLEEIGLDAVAYKSLESLEQPDLIQWLMDRTDPDTMCISIDDDRKIPITSRTVRLVLGTPLGG
NDIVLPSHKVVRTVHESITDELGIHKKARLSTKQLIEVIKSQKDDSRAVRYFIMVLMSKLLVPTTDVYVPKGDVWVASDL
DRVAAIDWSKAVFRALNDSIRCWCQNPASSIASCVIFLVVLYLDNILPPRDIGLDLTFTPRIQMFTKDIVDKLVAADQEA
SGDGTPPFGNLPRLGLLESLAEYDRQAKESALEIERQFRLVVDKQHMLCQSVIDVLQANRAAQPPLVVPQAAQCQEASRR
QSDVQFTSADINPNDSEDQQQQQHHGCNGSPSAFDQHTIHPNAPTHVSPSMEIVPYIPPVRLEVADQPHPGSAHSPDLTQ
RSPIPMDSAPLTSEEVSAQYSAPDTAEEPPAIEAGGVIGNVPGASTAIQTEDAPRAIDQESHGTEPKRFIQKPARFVSPV
VVGPSIMPSDVSLSVQLRDFLLTNGGRMDSVKLLEIDSSVAYGNDELKSFSNGNLTEWLFIDAFSSILFKDDMRNMPDTF
GKRIFFPTSVSIIVPVLHHDHWSLYAINIAHGRVDIMDSNNYNLIGTLESDHHCALSKRIIKRLSDALHEVAPKSFCRFG
GFRKNMMKCPKMQICSNDCAFYIMRFMEAYDGNRESIETLSIPGPSVPPHMVPTEGMAFPTYDDAYNFYQRYACHAGFDI
KKSRMHKAFREVCCTREGKHVSKVNNGDRQWRRPSKKMGCKAYVKLRHNYDGGALSSVVWHILNHHSDPLNTIFSRDAQI
EPDMMLCINQTYTPYEFETSWDQFIKRYDLEGCPTMKALYDIRDKWVPAFSRKEYCGRMTSTQRSESMNKLVKHKFVDHQ
TTLHRFARRMLEVITDRKEKEAAETRAWSGKPVLAVWWPFVIQMSRLYTRAAFRLFEDALQDSTDFRITQDDNFRNGWLV
SHTKLSEKHNWCQKQFKLIADVDEGVFTCECKKWEHIGMFCTHMPWAFVHVQLEKIPAAYILKRSRTKGRTRDPDEEVQI
GAKGKKMCTRECGWCHLRDGHYANTCPMNPTNFNKVMKAANRGKGKRGRPRGSGRGRGRGTNAGCKVSTAVPRTTRRSTR
EGPSLRRCLDNEWAEDAAESARYTDDDQTNADDDIGSYESDSA*                                    
>Osat_LOC_Os11g19330                                                            
MFLKDEADGTTTSTSVSHWNLLSLSLSYGSDIDSKFEWDTNVEIEFPAAPALLSIDAPVPSTRRMQDKPQQGEPMSTTTT
GTTSSRNPRTQNKIPKEVYTITQMDEVGYPTAPTKAVKKFPTICGVVGRRNFTILKDHIDLVPEEKKDEAWRQFKQSFQY
PTEAKAGLRRQTLRKMGNCWKNFKIMLVTEYVLNPAQLEPFGKYPFITRTMWDEFHAAKSTKESQAKSQAYRDLQARNLH
PHRLGTGGYTGKQEEWDKEDEAAAESNTPQVLADILVQRARNWARARVKKNSDGTLSFPNPEDQAVYQKIEPTSCTLVVR
VTPGFAIPAAEGQAFKHTTETRVHVAQLLAGNAKVQYDIDLEDDGMKVDSRPHLPPPAKRSKRAKSSPPKLDTRRKAAGT
GRGVGKVPLAPKKLDLVKALVAPPKPPAEFTLGMPLVGDDALFKMGPACKELHGYYMEKSNTRTKNRETSMLGHHNSQPF
LGPSTFIAVDFKDLWDLYRVRAIDTNLLKCYSSLTWKHVHRKVPHVALLDPAVVNETTLKNDQANMVDYIKDCLFACQDK
DFIMCAYNQQRHWIVLVITPKWSLVYYLNSNINPKIYDWSAIESALNEARDQYVAKGERHNDGHSKLGYKKDFPIRQQVG
DQCGFHVCHNMRSFADNVTLLDPKGKISRILEINFDIIREEIAKFILDDLLSPKGMFRVKS*                  
>Osat_LOC_Os11g23020                                                            
MSTTTSGSSRARTPRTGNKIPKERFRITAVDAVGLPTSPRKILSRFRSICGVIGRQKFSILQDDFKLVPAAEKDIASLTF
KESFDYPAEHEDRLRRAAFKVMGTAWKNFKTKLVGEFVYNPANPDPREKFPWITEQVWEEFHAKKSTPESRARSKAYRLL
QTRNQHPHRLGTAGYAGKEEEWQREDEEAEESYTPLVFGDIPHPRARNWARARYQKHDDGTIFMPNAEDQRVYEAIKELV
AEQQASQEACSQRREDDLLTKTLGNKEHRGRTRGVGSSVPWKYGFPDYAWQYKKRTSNKAEKDARLEAKIRESIRAKLTS
EFDEKLESMRAKIRQEIREEQQIPQAGAAAAHKELGSPTEKRSSCASTELAENPTSVDSAVDHITEPTSCTLTVRVMLTF
TVLATEGLAYKPTPETRVHGAQLRADCAKVQVDSVKPEYELFPLKYPPNDEVLSLGNARGTFIQWPKDLIEIRVIARPTT
APGGPPPKRPATAPSAPHAQDRHAQSYDVQLQYDTDFGEDRTEADSKAIHEPPPMKKSRKAHSSPQRITLDKPEEKGRGR
GGKVQTSLLAPRKLDLGKGQEETKGKEVKKKYVAPQEFQLGMPLVGDDVLAAMGTACKDLHLYYMEKSNARKPSKATDIL



GQHDGKPFLGPINYVVIDFKDLFDLYRLRAVDTSLLKCYSLLSWQWCKKHAPEVAFLDLQVVTVTNLQNDRQGMVNYIYD
TLWSRRDKEYIMCAYNQYAHWILLVITPKWSTCHYLNSRIDKNAYDWTSIQLAIDEAWAQYVQRGGLRKTGHDTLIHKKD
FPVKQQIGDQCGFHVCHNIRLLYREKVKTLAEFEAMMNTYYATVMM*                                 
>Osat_LOC_Os11g23810                                                            
MNENVNERTNVNENVNERKNVNENERTNVNENVNERTNMADRDEEHILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVE
RDAEGNQVGHVERDVEGNQEEEANGSQPSVGQKRAHGQRGAAKKLEGRHIITEVDEDSRPSAPAEAAKNYSFKGDLYQKY
ILKGQTPNFDTFPKLRDHRDEFVAYKTGEQGQAMMERNKENVAKKKSRMRSKRDTEAKIADLEFRVSSYELSMQEEVARK
VDERMAAHRSHDPQPTIPPAMVSPSGNRSSCAPTGQVASGMAIPTDPSGTYHCRPIPAGYYKVEVELVEGAYEDLELDYP
RGDGETHLRDTSHAIILWRKRYIILLGRQAASRAPSPPAPPSPPQAPPPSPPHAPAPFPRHAPAPSPPQAPAPTPPQAPA
LTPPQAPLPAPSKSRAPQAPPPAPTRATKKAKFDASKNKDPRYDCTQEELVAYVASEVKRQFKPRSPEKKIPIDPSVRNF
FRGMSAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGEDFGIQEFINDTGLTTDQLLGDAPIKKAEVK
YMYELGKPLVKPELLQSLPTHMYKFHQLYMEMSATGREMIGARIRDTDSCKEMTYSGSISRESTNYTSWTPLTMEIQRAR
RRGVFDTGFIDPRRVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFD
KVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITARELDLKKCLRVPEEQASPD
HIEIQEDLTYVEKPTRILETSKRRTRNKVIRFCKVQWSHHSEEEATWEREDELKAAHPHLFTSSSESQGRDSV*      
>Osat_LOC_Os11g24880                                                            
MEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMD
KKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNL
TTHKEFIATVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                          
>Osat_LOC_Os11g24964                                                            
MDRQWMYADWRSKEFIDGMHYFLRVAETNRQRGFICCPCNKCKNQKEYSASRTIHFHLFESRLMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLEFLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETMYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKLWKKEGVPVWDEDKQEEFNLQALLFVTINDWPALSNLSGQSNKGYKACT
HCMDETESTYLKHCRKVVYMGHRRFLAANHPMADRDEEQILYDTIAEGSSQYWNEEEGNKDPNQYLNEEGNDNVPVSTVY
WRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMVEQFQSFKGDLYQKYILKRQTPNIDTFPKLRD
HSDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEEMEASLIERGIELATANWPERSKFWYYAHGGTL
NPADGSLVFSDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKWVIPWKIGFKEDIHTYRSRMRSK
RDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDLQPTIPPSMVSPSGNRSSCASTGQVASGMAIPTDPSGSYH
YRPIPAGYSKVEVELVEGAYEDLKLDYPRGDGSCTVSSSCSASTVSTSGSSTDSSSGSCTDSSSGSYTYSSASSSSGTFK
VKGPPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGVEPIEKAKL
KYMYELGKPLVKPELVQSLPTQMYKFHQLYMEMSTTSREMIGARITDPDFLQGDDILWINFKGIYEVYQLDALDVSIMSC
WILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYD
SMDKKESTFDKVFELIDRAWYRFRHLVRGNWRERLRRRFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMR
DNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHQSLASELAATTTTSKS*                       
>Osat_LOC_Os11g25000                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTKLARDI
HPSCGYRGQSEKSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYSV
AMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEATRRLTDAVEASSQGTFRPDRDRDEL
TLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDP
QPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHC
RPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQATSRAPSPPAPPSPPQDPAPSPHH
APPAPSPPQAPASTPQDPAPTLPRAPTPTPPQAPLLAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAY
VASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMT
IEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPDLLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGD
DILWINIRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFI
LLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCG
YYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTS
KS*                                                                             
>Osat_LOC_Os11g26360                                                            
MVLTRSNGNGPNNNNNNNNGENPTLAQVLAQQTQLMNMMMQQLQNQQNQGNNYAPPQNKLAEFLRVRPPIFSSTTNPVEA
GDWLHAIEKKLDLLQCTDQEKVSFASHQLHGPASEWWDHFRLNRTTAEPITWLEFTAAFRKTHIPSGVVSLKKKEFRSLT
QGSRSVTEYLHEFNRLARYAPEDKLVDKAIRQEDKYNRIEQKKRRIAQFKTQQGNSQRPRLTLGPQSMPQGGSSSVVRPQ
RQFFNNNAGNNIRNQALRPVAASTQQQPAKREQGRKPVVCFNCGDPGHYADKCPKPRRVKVVPAQSNSTAPAPKARVNHV
AAAEAQDAPDVILGTFLVNLVPATVLFDSGATHSFLSMSFAGNHGMEVEDLRRPLMVSTPSNQALSLQRSLSVRIEIQGV
PFLANLILLESKDLDVILGMDWLARYKGVIDCANRKVTLTSNDGRVVTVHALSSESLRSRLNQITLEEIPIVREYPDVFP
DDLPGMPPKRDIEFRIDLVPGTTPIHKRPYRMAANELAEVKRQVDDLLQKGYIRPSSSPWGAPVIFVEKKDHTQRMCVDY
RALNDVTIKNKYPLPRIDDLFDQLKGATVFSKIDLRSGYHQLRIKEEDIPKTAFTTRYGLFECTVMSFGLTNAPAFFMNL
MNKVFMEYLDKFVVVFIDDILMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTG
FIDPRRVNVTMLDQYPQETEDNLVHLLKAQHYKTFILLPYNIEFHWVLLLFDLSACTVNVYDLMDKKESTFDYFFELIDR
AWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCSYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLM



GFINEEILDPKGEFYYDGNTIHRSLASELAASTTTTSKS*                                        
>Osat_LOC_Os11g27500                                                            
MEIQRARRRGVFDTGFIDPQKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYGSMD
KKESTFDKVFELIDRAWYRFRHLVRGKWRERLRQKFNFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNL
ITHKKFIVAVQEQLMGFINEQILDPKGEFYYDENTIHRFLASKITTTTTSKS*                           
>Osat_LOC_Os11g27610                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGLAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELKHGLPQYSSQYRKRKVSKEERDARLKAELKVE
VIQELEASMNARVEERVNKVLADMNIPRVTTPAVQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQC
VLLARVHPTFAPEVAEGMAFKPSVTDKVHGADLLAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDS
CEDDSSSKSTDGAYTSQVKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELGMPLVEDN
VLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSLLCWIESR
RYGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKSKDYDFSE
ITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVVQVDDIMALIHLQQLWATAEVNP
QGIHSHPNQQLQHTCTSTNMTHLSRKYQQYIQ*                                               
>Osat_LOC_Os11g29640                                                            
MEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVDVYDSMD
KKESTFDKVFELIDRAWYWFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDLIRMRDNL
TTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                          
>Osat_LOC_Os11g30090                                                            
MAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCSYT
YSPASSSSGTFKVKGPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFF
RGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKY
MYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWI
LMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSM
DKKESTFDKVFKLIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDN
LTTHKEFIAAVQKQLMGFINEEILDPKGEFY*                                                
>Osat_LOC_Os11g30552                                                            
MPPPPRHSAAPPPPRRRANRRPDAATPPLTNENENDRTNESENEHVNVRCRENVNENENDRTNESENEHVNVRCRENVNE
NENDRTNESENENDRTKTSENEGTNVNENKRTNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEG
NQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVS
TVYWRRTRARGDHERFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPK
LRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHG
GTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRM
RSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDVMQTQD
ESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLR
DTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPL
PAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASI
KEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKP
LVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRA
RRRRVFDTGFIDPRKVNVAMLDQYPQEIEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTF
DKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEF
IAVVQEQLMGFINEEILDPNGEFYYDGNTIHRSLASELAASTTTSKS*                                
>Osat_LOC_Os11g32150                                                            
MPPPPRHAAAATPRHATAATPRRRRHGPTTPHRRANRRPDAATPPLTNENENDRTNESENEHVNMADCDEEQILYNTIAE
GSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKMLEGRHIITEV
EEDGRPSAPAEAAKNYVRHSDWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLK
KMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKW
EQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPVDGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQ
TPEHPGRTRGKGAIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIP
PAMVSPSGNRSSCASTGQVGSQSMDAMQTQDGSTCPVDDITQRTPCELHIPLKNLSIKVASGMAIPTDPSGTYHCRPIPA
GYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSIIDSSGSCTDSSSCSYTYSPASSSSGTFKVKGPPAP
PLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERT
LKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAKVKYMYELGKPLVKPELLQSLPT
QMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFID
PRKVNVAMLDQYPQEIEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWY
RFRHLVRGKWRERLRQKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFI
NEEILDPKGEFYYDGNTIHRSLASELAASTTTSKP*                                            
>Osat_LOC_Os11g32680                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVQRDAEGNQERHVERDVEGNQEEEDSASQPTAGQKRARGQ



RGAAKKLEGRHIITEVDEDGRPSAPAEAAKNYVRHSSWVVRDNVPVSTVYWRRTRARADHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGELYKKYILKGQTPNFDTFPKLRDHWDEFVAYKIGEQGQSMMEKNKENAAKKKY
HHHLGSCGYSVAMPKWEEMEARLLERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TSRMRSKRDTEAKIEDLEFRVSSYELSMQEEVAKKVDERMAAHRSNDPQPTIPPAMVSPSGNHSSYASTGQVGPQSMDAM
QTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAILTDPSGTYHCRPIPAGYSKVEVELVEGAYVDLELDYPGGDGE
THLRDTSHAIILWRRWYIILPGRQAASRAPSPSAPPSPPQDPAPSPPQDPAPSPPYAPASSPSQAPAPTPPQAPAPTPPQ
APLPAPSKSRAPQAPPPAHRRATKKAKIDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVMNFFRGMS
APVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEEFITDTDLTTDQLLGVAPIEKEQVKYMYEL
GKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARISDTDFLQGDDILWINFKGIYELYQLDALDISIMSCWILMEI
QRARRRGVFDTGFIDPRKVNVAMLDQYPQATEDNFVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKE
AWYRFRHLVRGKWRERLKRKFKFPFIRMRDNLTTHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASELATTT
TSKS*                                                                           
>Osat_LOC_Os11g35460                                                            
MEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMD
KKESTFDKVFELIDRAWYQFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNL
TTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAVSTTTSKS*                          
>Osat_LOC_Os11g35940                                                            
MPPPPRHAAAAVATPPPPPPPRQPPPRCRHTAVNEREQERSNERELSMTLLTTELMADRDEEQILYDTIAEGSSQYWNEE
EGNEDPNQTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYRKYILKGQTPNFDTF
PKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYA
HGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRS
RMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQT
QDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETH
LRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPLQA
PLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSLEKKIPIDPSVRNFFRGMFA
SVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGEEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELG
KPLVKPELLQSLPTQMYKFHQLYMEMSTTSREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSSMSCWILMEIQ
RARWRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLDACTVNVYDSMDKKES
TFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLANQIITASELDFIRMRDNLTTHK
EFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                              
>Osat_LOC_Os11g37420                                                            
MPIIIQGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCM
DETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGH
AAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLS
PASYTLSKAEKENMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKLCAF
MNAISQKVIDPDRLDALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRA
RPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAITTVDNNLFRKAHFTVLQHSSLVAPYIEEH
LALVRARNIAQDMNSTNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDL
NKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILL
SNEDTPYSRSDHKEGTIMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEE
EASGSQPSVGQKRARGQRGAAKKLEGQHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESF
VLDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWEEFVAYKTGEQ
GQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQI
REAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFR
VSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGPQSMDAMQTQDESTCPVDDITQRTPCE
LHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGEDGETHLRDTCHAIILWRRRYIIL
PGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAH
TRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKA
SSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYK
FHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKV
NVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNIEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRH
LVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEI
LDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                                
>Osat_LOC_Os11g38456                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKV



DAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVP
QLGEQPKQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMS
AAGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYP
QETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRER
LRRKFKFPCAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYY
DGNTIHRSLASELAASTTTSK*                                                          
>Osat_LOC_Os11g38550                                                            
MPPPPRHAAAATAPQRHAAAAAAATPPRQPPPRCRHTAVNERERERSNERERERTRQQKTCCRSRPSSLSGRASPRRNWS
RQVTFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDKAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYV
CEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAATTTTSKS*
>Osat_LOC_Os11g38690                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLKEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDEMTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAVSRAPSPPAPPS
PPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERMLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
AKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSL
ASELAASTTTSKS*                                                                  
>Osat_LOC_Os11g40960                                                            
MPRRRANRRPDAATPPLTNENENDRTNESENEHVNVRCRENVNENENDRTNESENEHVNVRCRENVNENENDRTNESENE
NDRTKISENEGTNVNENKRTNYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSIGQKRARGQRGAAKKLEGRHI
ITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKR
WTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVA
MPKWEQMEASLIERGIEPATANWPKRSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELT
LALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSRYELNMQEEVARKVDERMAAHRSHDPQ
PTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCR
PIPTGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCSYTYSPASSSSGTFKVR
GPPAPPPAHIRATKKAKVDAAKNKDPGGMSAPVKEAIKLSDYERTLKKASSGNSKSVPQLREQLNQEIEPLVIGEDMTIE
EFIIDTGLTTDQLLGVEPIEKAELKYMYELGKPLVKPELVQSLPTKMYKFHQLYMEMSATGREMIGARIRDPDFLQGDDI
LWINFKGIYEVYQLDALDVSIMSCWILMVIQRARQRRVFDTGFIDSRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILL
LYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFYKVFELIDRAWYRFRHFVHGNWSERLRRRFKFPCAKQKQGTNLCGYY
VCEYCHCLADQIITTRELDFIRMRDNLITHKEFIAAVQEQLMGFINEEILDPKGEFYYDRNTIHRSLASELAATTTTSKS
*                                                                               
>Osat_LOC_Os11g42180                                                            
MPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELT
LALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQ
PTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCR
PIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDICHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHA
PPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDADKNKDPGYDCTQEELDAY
VASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMT
IEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGD
DILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQRYKTFI
LLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCG
YYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTS
KS*                                                                             
>Osat_LOC_Os11g42610                                                            
MSGEQDNSRLANSGEIDGGNSSPSGFLNLNQPGDNSHNMEEVDPSATTHSTNTSTSSGRRKARGPTRMPSGLYTIMELAA
DGTPIAPESALTTYGNAIGVIVKDGIPIKDKELASEKLKRTFQFLEGSEELAKSGALKKMSISFKKWKTDLNRKFVKKGL
TPNFEDANYRRCHLFWDDFVAYRTSDEAKEISERNQANAAKNRYPHRLGPSGYAKNIVKWQFREDELLQKGIEIETKDWE
KDELTLALQNPEHPGRTRGIGLVPWREGFPEDRHRYRSRINKNSRDQSEEIRQLKEQMALVMARLESQDGAGRVTSPGGK
KSSCASTEVPQEPDTVHYPMDDITIRTVCRLHVPLQNITQEVARTMAHPVTEGGRIHSKPIPSGYSRVEVEDVPRRYRAV
QLDFAPEEGVNTLGEAVHNIILWRKRFIIFPSGGGDGEPSDGGSSSEGLPPSPQRMPTPPPLPHKSPSPPLAQRKSPSPQ
EAAHQSLASSDPPKKRRRLCKASHMSEPPPLKKTKKTPLPNRSEPSLKVPVEVQDHFIRNARPPARKQPITDFRRMIRKR
DCKNFPRKNSRKMRPATMQDFLKEAGLKSMDDVDNIEMAPLAAQFKLGHSLTTDEYRHVVGKCTQMRRVEEWYLQMAKEG
KEMFPVFYRDEDFHHCDGIVWVPFKELFHLYNLRELDLSVIQLWALMGVLECRASHNKLGFLDPQIVNSLNIEAGEWSSE



EVLNYLYTSFVKLQDMNTILLPYHFKPHWILIAIHLNDSKIVVMDGMRKPQANYQSLIDILDKALVKYKKKSIRHAPCEN
KFQVWCHPYCSRQDPGTSTCGFYVMRFMWVFMEDGNWNITDAEKLKLPTSKLLPHVCLGLAEQLCGFIFNHIIWSNGAYN
ISKAPAGLVGFIEAGGPSDGIDSRSTTKHTKT*                                               
>Osat_LOC_Os11g43430                                                            
MPPPPRHAAAATAPQRHAAAAVATPPPPPPRRRANRRPDAARPPLTNENENDRMNESENEHVNVRCRENVNENENDRTNE
SENEHVNVRCRENVNENENDRTNESENENDRTKTSENEGTNVNENKRTNVNENERTNVNELGNMADHNEEQILYDTIAEG
SSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVRQKRARGQRGAAKKLEGRHIITEVE
EDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKK
MAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWE
EMEASLIERGIEPATVNWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQT
PEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPP
AMMSPSGNRSSCASTGQVGSQSMNAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAG
YSKVEVELVEGAYEDLELDYPGGDGSYTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCSYTYSSASSSSGTFKVKGPPAP
PPAHTRATKKAKVDTAKNKDPGYDCTQEELDAYVASEVKRQFKPRRPEKKIPIDPSVRNFFRGMSAPVKEAIKLSDYERT
LKKASFGKSKPVPQLGEQPNQEIEPLVTGEDMTIEEFIIDTGLTTDQLLGVEPIEKAELKYMYELGKPLVKPELVQSLPT
QMYKFHQLYVEMSATGREMIGARIRDPDFLQGDDILWINFKGIYEVYQLDALDVSIMSCWTLMEIQRARWRRVFDTGFID
PRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWF
RFRHLVRGNWRERLRRRFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFI
NEEILDPKGEFYYDGNTIHRSLASELAATTTTSKS*                                            
>Osat_LOC_Os11g44100                                                            
MKVASGMAIPTDPSGTYHRRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQVASRA
PSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKV
DAAKNKDPGYDCTQEDLDAYVASEVKRQFKPQSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVP
QLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMS
ATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPWKVNVAMLDQYP
QEAEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFNKVFELIDRAWYRFRHLVRGKWRER
LRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYY
NGNTIHRSLASELAASTTTSKS*                                                         
>Osat_LOC_Os11g44440                                                            
MTSIPDHLVSPIFFRVARDGDVGRAGASGDGGAAGRGGRRWPHLHDHPGGWHGSAEQEKVRAAGTPRLEFLMIAELLPHL
QDPEVMRRPEVRRPLAGLEDTLREAHELVASCQESSAAYRLVMAGRQAERFRDVESSIDCYLLVFPFISHIEVTRRLDLI
HNILVPNDTTVPPSPSVGSSTHDLVFVDVVRKVASHGKGGEVFTLVELAAATNNFAADREIGYGSFGTVYKGTFPDGRKV
AIKHEGADSVQGHRDAFLSEVDILPTLRHRHIIRLLGWCVAEKENSLVYEYMKNGSLHDHLHGGAPSSSSPSPVTTSWRK
HMEILLGISRAIEYLHSHAVTPVIHRDDKASNILLDDTWAPRLADFGLSLKISWDDIKCRNAPVMGTSRYADPEYISTGR
LTLAMDVYSFGVVMLEMLTGKTAAGLVSNNKNSLVSFALPKIEAKKLEEVLDRRPAQKPTARQLQATDLVAATAARCLCL
QGKKRPAISEVVAELTLMDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGF
MPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQNAREDCESEKEAHKLDKM
LEDHRTSLYPGCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHAC
PNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQ
QDGMLKHPADGSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQ
GPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETEST
YLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKK
NSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTL
SKAEKESMFECLGSIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKLCAFMNAISQ
KVIDPDRLEALQNEVVQCLVSFELIFSPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASI
AKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAITTVDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRA
RNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSITTFQGYEINGYTFYTRAQDMKSTNQNSAVRVDA
MGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPFVLTNDVTQVFFVKDMS
SKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIMADRDEEQI
LYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASVEEDGRPSAPAEAAKNYVRHSGW
VVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQ
TPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPER
SKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKE
DIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASG
MAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAP
PSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNK
DPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQP
KQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREM
IGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDN
LVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFK
FPCAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIH
RSLASELAASTTTSK*                                                                



>Osat_LOC_Os11g45670                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASDSQPSVGQKRARGQ
RGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIETATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIIL
WRRRYIILPGRQAASRAPSPPAPPSPPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRA
PPAAPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPIVRNFFRGMSASVKEAIKLSD
YERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQ
SLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFTHIYELYQLDAVDVSIMSCWILMEIQRARRRRVFDT
GFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELID
RAWYRFRQLVRGKWRERLRRKFKFPCAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQL
MGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                        
>Osat_LOC_Os11g45864                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNTRVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDACKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALIR
KLDTGLLKCYSLLCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPK
WSRVTYLNSNKSKDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVVQVD
DIMALIHLLGRNSDKIIPKQNCTVALHQDRPAFRDQTSYSFSPGFKHSDRNVNAMDEIVYLTLLIHVPLAHNYV*     
>Osat_LOC_Os11g46160                                                            
MKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRA
PSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPTPPQAPVPAPSKSRAPPAPPLAHTRATKKAKVD
AAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYEQTLKKASSGKSKPVPQ
LGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSA
TGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQ
ETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERL
RRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYD
GNTIHRSLASELAASTTTSKS*                                                          
>Osat_LOC_Os11g46830                                                            
MADRDEEQILYDTIAEESSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPKQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIG
ARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIHRS
LASELAASTTTSK*                                                                  
>Osat_LOC_Os11g46910                                                            
MPIIIQGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPTLSNLSGQSNKGYKACTHCM
DETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKANHHTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGH
AAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRSDLHPEPKEKGSHYLS
PASYTLSKAGKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILLDNVRATITKLCAF
MNAISQKVIDPDRLDALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRA
RPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRKAIMTVDNNLFRKAHFTVLQHSSLVAPYIEEH
LALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNS
AVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPFVLANDVTQVF
FVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIVRR
KCFLYQQMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVG
QKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSRVYWRRTRARGDHESFVPDSEKEMLW
TTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKE



NAAKKKYHHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWQERSKFWYYAHGGTLNPADGSLGTFRPDRDRDELTLAL
QTPEHPGRTRGKWVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTI
PPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMAIPMDPSGTYHCRPIP
AGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDAAPSPPHAPPA
PTPPLDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPSPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKP
RSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKLVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLT
TDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIY
ELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWV
LLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWHRFRHLVRGNWRERLRRRFKFPCTKQKQGTNLCGYYVCEYCHCLA
NQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*        
>Osat_LOC_Os12g01180                                                            
MAHGGGEEEEERVLSHGDVVLLRCDLTILRGPHFLNDRIIAFYLAHLAADHHDDDLLLLPPSVPYLLSNLPDPASVAAVA
DPLRLASRRLVLLPVNDNPDVSHAEGGSHWTLLVLDNSNAVSGPRFVHHDSLPPTNLPSARRLAAVLRPLLPASAIPLIE
GPTPRQTNGYDCGVFVLAVARAICNWWPTRARHSNSDSDWLEAVKREVNADSVKAMRTQLLQLIHTLIQNNTTTNQHSPS
TQLPSHPSIASTSLPVTAQDFGTWLEDSGTHTAYDQKKADTGKGACWDNLTVSQSVRKPNVSAKNSLSYDGYSWRKYGQK
QVKGSEFPRSYYKCTHPTCPVKRKVEMTPDGRIAEIVYNGEHNHPKPHPPRKPTLSTSVETLVATNDAGLENKLEGCDQA
IGSDAVVEALRGGCHCLDGFRNGNEISDCKKRYAYAVIFIQNLLMFFCAKNVQVVA*MAHGGGEEEEERVLSHGDVVLLR
CDLTILRGPHFLNDRIIAFYLAHLAADHHDDDLLLLPPSVPYLLSNLPDPASVAAVADPLRLASRRLVLLPVNDNPDVSH
AEGGSHWTLLVLDNSNAVSGPRFVHHDSLPPTNLPSARRLAAVLRPLLPASAIPLIEGPTPRQTNGYDCGVFVLAVARAI
CNWWPTRARHSNSDSDWLEAVKREVNADSVKAMRTQLLQLIHTLIQNNTTTNQHSC*                       
>Osat_LOC_Os12g01290                                                            
MAPRKGRPPRAMRKVAPVVHHAWKRVGAADREGTTERRSTSWLPTRRGGLLPRHRRRCRRTFSSPSLHHRPSPDPLASSP
LASQPAQRGETGTAESKEETGAASPIKNAIKNAAAGEMAEEEKLAGAAPGRNGDGHQERGGGWRDGGGGNGGDGDHKNSR
GSRNTKKEKGKKLVKEAIKKHQEARKAKEIGGARGRKESKAMDDGAAALRRKAREITKEEEDDERLRGEMVSRVRARIRK
QQPDEAHETYLLHDAGRGAGDTSDHPAAIARPQDVTTFHIVGVVDTDGARVRLLFRDSDLYFVAFKTGSCWFRFNDEHIP
TFLTPTVPIAYTSGYMNIAQVRVGYHCLYDIFNVISRYTPESAQEKTNERQRILQCAALMLSESQSTLIVLFNPDQNKYE
NYKIVGRRKLLSRAAAAAAEAAARAAEAAARPSQAAAAEAEEEEEDDDDDEDEYPWQCQTRAGQELLILLYDKRLLPSSS
DNVEDLPTVSAPPVTPMVVTQQKNHKKTQAEEVDEKKNQENPNTDATIGAPSGGENHQNRSLISCDGINLYESDLDSLRG
PHWVTDAILGYALAKFSRAYSDDGLLLVQPTNAALLNNKHYVAAEADHLLLASRRLVLIPVNDNLDFNQAGDGKHWSLLV
IHKTSNDGVIQFIHHDSVRSGDNSYNLHAAQKLANVLRGVLPTAGDVINAETPQQTNGNDCAIHVLAAVQVICRWWRANA
NKSGPADWIRKLDKRISEGNITQMRASLLQDIERDCQKKKSKDQ*                                   
>Osat_LOC_Os12g01640                                                            
MPPPARHAAAATAPQRHAAAAVATPPRQPPPRCRHTAVNERERERSNGRERERTRQQKTCCRSRPSSLSGRASPRRNWSR
CFLYQQMADRDEEQILYDTIAEGSSQYWNEEKGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQ
KRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWT
TMLETFTLPAGIEDKSFKGELYKKYILKGQTPNFDTFPKLRDHWDKFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGG
YSVAMPKWEQMEARLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDR
DELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRS
HDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVVSGMAIPTDPSGT
YHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSSSSIDSSSGSCTDSSSCSYTYSPASSSSGT
FKVKGPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEA
IKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVK
PELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRR
RVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKV
FELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAA
VQEQLMGFINEEILDPKDSLFTADTNVIKSGGITGVNAITTDEVGRQGGQSLHQDDVTNIGARTDEAANTAGAWENVKRR
SMTTTSAA*                                                                       
>Osat_LOC_Os12g01870                                                            
MPPPPRHAAAAMAPQRHAAAAVATPPPPPPRRRANRRPDAATPPLTNENENDRTNESENEHVNMADRDEEQILYDTIAEG
SSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRACGQRGAAKKLEGRHIITEVE
EDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKK
MAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWE
QMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQT
PEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPP
AMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMAILTDPSGTYHCRPIPAG
YSKVEVELVEGAYEDLELDYPGGDSETHLRDTSHAIILWRRRYILLPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPS
PPQAPAPTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEV
KRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSTPVPQLGEQPNQEIKPLVTGKEMTIEQFI
TDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWI
NFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTRFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYN
TEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFCHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCE
YCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*  



>Osat_LOC_Os12g03020                                                            
MEIQRARRQGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLETCTVNVYDSMD
KKESTFDKVFELIDRAWYRFRHLVRSKWRKRLRRKFNFLCAKQKQGTNLCGYYVCEYCHCLADQIITTRELNFIRMRDNL
ITHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASKISTTTTSKS*                           
>Osat_LOC_Os12g07630                                                            
MDRQWMYADRRSKEFIDGVHYFLRVAEANKQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLKLLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQ
QGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTV
YWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLR
DHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGT
LNPADGSLVFCDQIREAARRLTDAVEASSQGTFQPDRDWDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSQMRS
KRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCTSTGQVGSQSMDAMQTQDES
TCPIDDITQRTPCELHIPFKNLSIKVSSGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGTYEDLELDYPGGDGETHLRDT
CHAIILWRRRYIILPGRQVASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPA
PSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVATEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASIKE
AIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLV
KPELLQSLPTQMYKFHQLYMEMSATEWRFKGPDGGGFSILDSSTLGKFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFE
LIDRAWYRFRHLVRGKWRERLRRKFKFSCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIVAVQ
EQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                     
>Osat_LOC_Os12g11380                                                            
MEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQYAGFEGNQTGEEDRDADYIDVADDLDVRGP
QNVVVPRLRAGAQKVGYHSGVLARVMRWHAKERQQDGMLRHPADGSQWQNIDRKFKDFGKDARNIRFGLSTDGPKQPGND
IDVFLRPLVEDLKLWWKKKGVPVWDEDKQEEFNLRALLFVIINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKV
VYKGPRRFLAANHLVWNKCKHFEHKADHRTKPKHRSGKIVFAMVKDLKVVFGKGPGSQPIESEDGHAAMWKKNSIFWELP
YSEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLLPEPKEKGSHYLSPASYTLSKAEKESM
FQCLKSIKKVIDPDRLEDLQNDVVQCLVSFELMFPPSFFNIMTHLLLHLVKEMGILGPVFLHNMFPFERYMGILKKYVRN
RARPEASITKGYGTEEVIEFCVEFIEDVRPIEVPESRHEGRLRGKGTLGRKAIMTVDNNLFRKAHFTVLQQSSLVAPYIE
EHLALVRARNIGAPIPKAEVAYKFELGKPLVRTEQLQSLPTQMYKFHEQYMEMSAKGREMFGARIRNPDFLQGEDVLWNH
FKDVFDLYHRDALDVSLLSAWILMEIQRARQRGVYDTGFIDPRKINTEMLDKYEKDKEDILVHLLTQQYFKTFILLPYNT
EFHWVLFFFDLDACRVTVYDSMNKEEKVFDKVFQLIDRAWDRFRQLVHGTWKEKLRRRFHFPCAKQDQGTNLCGYYVCEY
AHCLSNQIYTT*                                                                    
>Osat_LOC_Os12g11560                                                            
MPPPPRHAAAATAPQRHAAAAVATPPPPPPRRRANRRPDAATPPLTKNDRTKTSENEGTNVNENKRTNVNENERTNMADR
DEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGVA
KKLEGRHIITEVEEDGRPSAPAEAAKNYTFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRD
HWDEFVAYKTGEQGQAMMEKNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWCYAHGGTL
NPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSK
RDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQLTIPPAMVSPSGNSSSCASTGQVGSQSMDAMQTQDKST
CPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPVGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTC
HAIILWRRRYIILPGRQAASRAPSPLAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAP
SKSRAPPTPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEA
IKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVK
PELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRR
RVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKV
FELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAA
VQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                   
>Osat_LOC_Os12g11600                                                            
MADRDEEQILYDTIASGSSQYWNEEEGNEDPNQYLNEERDAEGNKEGNVERDAEGNEEEDSGSHPSAGQKRARGQRGAAK
KIEGRHIITEVDADSRPSAPAQAAKNFVRHSGWVVRDNVPVSKDEFVAYKTGQQGQAMMERNKENAAKKKYHHHLGSGGY
SVAMPKWEEMEASLLERGIEPATAKWPDRSKFWYYAHGVTLNPVDGSLVFSDQIREAASRLMDAVEASSQGTFRPDREKD
ELSLALQTPEHPGRTRGKGVIPWKMGFKEDIHTYRSRMRSKRDTEAKIADLEYRVSSYELSLQEEVARKVDERMAAHRSH
DPQPYIHPPMVSPSGNRSSCASTGQVVSHSMDAMQTQDETTCPVDEITHRTPCELHIPFKNLLIKVASGMAIPTDISGTY
HCRPIPAGYSRVKVELVEAVYEDIELDYPGGDVCVPRLIPGRGFYAQISSENTSEFPGVTILWRKWYIILPGRQAASRAA
SPPAPPSPPAPSPLAPPPPPPPCPPAPPKTRSRQAPPPASTRATKKAKVDTTKNKEPPYGCSQVELDAYVAGEVKRQLKP
RSPEKKIPIDPSVKNFFKGMSTANKEALKLSDCDRTLRKAYYKKSKPVPQLGEQPHQVVEPLVTGEDFSITDFILDTGLP
MAQLVGGAPIPKAEVAYKFELGKPLVRPDQLQSLPTEMYKFHERYMEMSANGREMFGARIRNPDFLQGEDVLWIHFKDVF
DLYHRDTLDVSLLSAWILMEIQRARRRGVYDTGFIDPRKINTEMLDKYEKDTEDNLVHLLTQQHFKTFILLPYNTEFHWV
LFFFNLDAYRVTVYDSINKEEKVFYKVFQLIDRAWDRFRQLVRGTWKEKLGRRFHFPCAKQDKGTNLCGYYVCEYAHCLS
NQIYTTRELDRIHMREKLPHKDFITAVQEQLMGFINEEVLNPDGEFYYDGSTIRNVGPSSSDVTQASKS*          
>Osat_LOC_Os12g12490                                                            



MQQGRFIAVPWDFASGISSPHADLEPDKRKFNVKEDVGHNFSLDDARDERPIGGKQAKEQQKQKRKDQAFIYLEEEFLQE
FHKFVDAPNTANEGHKEMLALMDRQWMYADRRSKEFIDGVHYFLRVAKANRQKGFICCPCNKCKNQKEYSASRTIHFHLF
ESGFMPSYNCWTSHGEQGIEMEEDEVEDDNIPDFAQYVGFEGNQTGEEEIATDGNDVADDLGQMLQDAREDCESEKEAHK
LDKMLEDHRTSLYPGCEQGHKKLDTTLEFLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHK
IHVCPNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRCHT
EESQQDGMLRHPADGSQWRNIDRKFKEFGKDARNIRMRSKRDTEAKIADLEFRVASGMAIPTDPSGTYHCRPIPAGYSKV
EVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWCRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQA
PAPTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQF
KPRSPDKKIPIDPSVRNFFRLGEQPNQEIEPLVTGEDMTIEEFITDTGLTTDQLLGVEPIEKAELKYMYELGKPLVKPEL
VQSLPTQMYKFHQLYMEMSATGKEMIGARIRDPDFLQGDDILWINFKGIYEVYQLDALDVSIMSCWILMEIQRVRRRRVF
DTGFIDPRRVNVAMLDQYPQETEDNLVHLLNAQHYKTFILLPYNTEFHWVFLLFDLSAYTVNVYDSMDKKESTFDKVFEL
IDRAWYRFRHLVRGNWRERLRQRFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQE
QLMGFINEEILDPKGEFYYDGNTIHRSLASELAATTTTPKS*                                      
>Osat_LOC_Os12g12820                                                            
MSTPGANPPSPTPARIHEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKITEAEKERAWTAMEKWFTFPAEAKDRLKRKALQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRIQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLQQSSTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os12g14200                                                            
MADRDEEQILYNTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEATKNYVRHSGWVVRDNVPVSTVYWRRTRACGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVIRWTLKKMAEQFQSFKGELYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGGYSVAMPKWEEMEASLIER
GIEQATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHSGRTRG
KGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELSMQEEGARKVDERMAAHRSHDPQPTIPPAMVSPLGNR
SSCASTGQVASGMAILTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGR
QAASRAPSPLAPPSPPQDPAPSPPHDLPAPTPPQDPAPTPPRASTPTPPQAPLPAPSKSRAPPAPPPAHTRETKKAKVDA
AKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKILIDPSVRNFFRGMSASVKEAINLSDYERTLKKASSGKSKPVPQL
GEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEEKYMYELGKPLVKLELLQSLPTQMYKFHQLYMEMSAT
GREMIGARIRDTEFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRWRVFDTGFIDTRRVNVAMLDQYPQE
TKDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMNKKESTFDKVFEPIDRAWYRFRHLVHGKWRERLR
RKFKFPCAKQKQGTNLCGYYVCEYCHCLADQINTTRELDFIRTRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDG
NTIHRSLASELAASTTTTSKS*                                                          
>Osat_LOC_Os12g14820                                                            
MMQRNKENAAKKKYHHHLGSGGYSVAMPKWEEMEARLIERGIEPATTNWPERSKFWYYAHGGTLNPADGSLVFGDQIREA
ARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSS
YELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHI
PFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYVILPGR
QAASRAPSPPAQPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRA
TKKAKVDAAKNKDPGYDCTQEELYAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSG
KSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQ
LYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVA
MLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDNVFELIDRAWYRFRHLVR
GKWRERLRRKFKFPCVKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDP
KGKFYYDGNTIHRSLSSELAATTTSKA*                                                    
>Osat_LOC_Os12g16400                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQDLNEEGNVERDAEGNQQGHVEKDVEGNQEEEASGNQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSASAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPTGTEDKVKRWTLKKMAEQFQSFKGDLYQKSRMRSKRYTEAKIADLEFRVSSYELSMHEEVARKVDERMAAHRSHDPQ
PTIPPAMVSPSGNRSSSASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFENLSIKVVSGMAIPTDPSGTYHYR
PIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSDAIILWRRRYIILPGRQAASRKPSPPAPPSPPQDPAPSPPHA
PAPSPPQAPAPTPPQAPAPTPPRTPALTPPQAPLQIPSKSRAPQAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDSYV
ASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGEEMTI
EEFITDTGLTTDQLLGGAPIEKAEVKYMYEVGKPLIKPELVQSLPTQMYKFHQLYMEMSSTDREMIGARIRDTDFLQGDD
ILWINFKGIYKLYQLDALDASIMSCWILMEIQRARRRGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKMFIL
LPYNTKFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYRFCHLVRDNWRERLRRKFKFPCAKQKQGTNLCGC



YVSEYCHCFADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASELATTTTSKS
*                                                                               
>Osat_LOC_Os12g16790                                                            
MPPPPRHAAAATAPQRHAAAAVATPPPPPPRRRANRHPDAATPPLTNENENDRTNESENEHVNVRCRENVNENENDRTNE
SENENDRTKTSENEGTNVNENKRTNMADRDEEHILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVER
DVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLE
TFTLPAGTEDKVKRWTLKKMAEQFQRFKGDMYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKK
KYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASS
QGTFQPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRNTEAKIADLVFRVSSYELNMQEEVARK
VDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYP
GGDGETHLRDTYHAIILWRRRYIILPGRQAASHAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAP
TPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRN
FFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTNQLLGVAPIEKAEV
KYKYELGKPLVKPELLQSLPTQMYKFHQLYMEMNATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSC
WILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYD
SMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIVTTRELDFIRMR
DNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                       
>Osat_LOC_Os12g16860                                                            
MNENENDRTNESENEHVNVRCRENVNENENDRTNESENEHVNVRCRENVNENENDRTNESENENDRTKTSENEGTNVNEN
KRTNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHEERDVEGNQEEEASGSQPSVGQKR
ARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTM
LETFTLPAGTEDKIREAARRLTDAVEASSQGTFQPDRDRDELTLALQTPEHPRRIRGKGVIPWKIGFKEDIHTYRSRMRS
KRNTEAKIADLEFRVSSYELNMQEEVARMVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTY
HCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASFAPSPPAPPSPPQDPAPSP
PHAPPAPSPPPAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRGPPAPPPAHTRATKKVKVDAAKNKDPGYDCTQEEL
DAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKSVPQLGEQPNQEIEPLVTGK
EMMIEQFITDTGLTTDQLLGVAPIEKAEVKYKYELGKPLVKPELLQSLPTQMYKFHQLYMEMNATGREMIGARIRDTDFL
QGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNIAMLDQYPQKTEDNLVHLLKAQHYK
TFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTN
LCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKVNSTTTETQFTGP*        
>Osat_LOC_Os12g19220                                                            
MAIPTDPSGTYHCRPIPARYSKVEVELVEGAYEDLELDYPRGDGETHLRDTSHAIILWRKRATKKAKVDAAKNKDPGYDC
MQEELDAYMASEVRRQFKPRSPEKKIPIDPSVRNFFRGMSAPAKEAIKLSDYERTLKKASSRKSKPVPQLGEQPNQEIEP
LVTGEDFGIQDFINDTGLTMDQLLEDAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIR
DKDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRQGVFDTGFIDPRKVNVAMLDQYPQATEDNLVHLLK
AQHYKTFILLPYNTEFHYVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQ
KQGTNLCGYYVCEYCHCLADQIITTKELDFIGMRDNLITHKEFIAAVQEQLMGFINEQILDPKSEFYYDGNTIHKSLASE
LATTTTSKS*                                                                      
>Osat_LOC_Os12g23240                                                            
MPPPPRHAAAATAPQRHATAAVATLPPPPPRRRANRRPDAATPPLTNENEKDRTKTSENEGTNVKENKRTNVNELGNMAD
RDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGA
TKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARRDHESFVPDSEKEMLWTTMLETFTLP
VGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDELVAYKTGEQGQAMMERNKENAAKKKYHHH
LGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFR
PDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSRYELNMQEEMARKVDERM
AAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVVSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPT
DPLGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCSYTYSPAS
SSSGTFKVKGPPSSTACPHKDPRYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYER
MLKKASSGKSKPVPQLGEQPNQEIEQLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLP
TQMYKFHQLYMDMSATGREMIEARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILKEIQRARRRRVFDTGFI
DPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNIEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAW
YRFHHLVRGKWRERLRRKFKFPCAKQKQGTNLCGFYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGF
INKEILDPKGEFYYDGNTIHRSLASELAATTTTSKS*                                           
>Osat_LOC_Os12g24880                                                            
MDVLGQPCPVFELNGGTNGSLRGFIIRSLPTCLLTKSVPFTFSCKTTKVVAEPSAGLTADFLAIHSRGEELVSKFSARGL
VEEFVCLGIQPLTAGWNISLGQMLSEATSTLPPFEVDLNIVIPANIVRPCQTYLGPYTKDEHAKYQTLQNGSRMNRVMSA
LGLEIPARVHPEIVLDSGKKKKKKKKATRKSSSDEDDVEVEENKENTDNEDGLGIGAGVAQDGVAQDFASLNEWITLSAS
SSQGTTFPTSLKYIIEKHSTMWQDEFVSAYDNFKRDMIDLHAKRTCDMISDISKVKEGRCQRVDKLICNSEKFVSESCVK
WVKSINKEQKLPKLDLFSFNISYFFFASHPIKLFFPIVRDKHWVLTCINLLWEQINYFDSIKRGDISQWFILSQNLVTNF
TKVAVDAKIPIKDISKFQTCSPPQYPVQSNLFDCGFFSLRYIENWDGKNLQSFNEGDMPNYQKFMTHMMVSSHLAKVDHD
QLQAN*                                                                          
>Osat_LOC_Os12g25340                                                            



MTTPGANPPSPTPARIQEEANPATETVAEGHPLTTAVEKPDIHAELPQEQHTSMSGGTSASRSSRNPWSQNIWPTTVLVI
REVDASGRPTAPRTVIGRWSNCCGLAARENFGILHKDIGNVTEAEKEQAWMAMEKWFTIPAEAKDRLKRKAFQKLGNQAR
HIAYCNSGMSTHIGKEAIWAQEDAAAAAANVPAPFSDIPEQRARNWARARGKVNPDSSVTFENKSDAVVYQELLGLVAEQ
ASQSEVDSAPKRHEDDILTKALGTNEHLGRTRGIGSDVHWKHGLPQYSSQYSKRKVSKEERDARLKAELKVEVIQELEAS
MNARVEERVNKVLADMNIPRGTTPAVHPTPRAQHDASLSQYRSSCASTEVPAPGLPVAPLAAVDHIEGVAQCVLLARVHP
TFAPEVAEGMAFKPSVTDKVHGADLLAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGNARKTFIQWPKEDIVVKMTPHL
SRPTELTPPKSKLSIEAPRGPALSVPHSPGGADMDLADIAQSLALIKTTTKDDSSPPLVKGQKRERGKGKVGELPPEPKR
GKTATSMPVSKAGKVVRAPAQFELGMPLVEDNVLAVMGIVCRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYIT
IGFDDLFDLFRIRKLDTGLLKCYSLLCWIESRRLGKQVGFLDPSMVNEVNLRQSFTKVVDYVNQCLWAHQDKEYIMCAHN
QERHWILLVIVPKWTRVTYLNSNKSKDYDFTEITKALNMAWGPYVEKGGRHKEGKDELYHDTKFACAQQIGNQCGLHVCH
NMSTLLREVKDFNPEVVANGE*                                                          
>Osat_LOC_Os12g26070                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPFVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKIAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPANGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASMGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGGTLSSLGDKRRLVHHLLGSAISSSGSCTVSSSCSASTV
STSGSSIDSSGSCTDSSSCSYTYSPASSSSGTFKVKGPPSSTLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVK
RQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIELLVTGKEMTIEQFIT
DTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGPDILWIN
FRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNT
EFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEY
CHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGCKLGQRLKSYKSHFILRSVKLKHYSQVQNG
AFYTEMEDVTNRIRAKTSEGAARLAVTTSPEADGCAAKKYLKARIGSWFVNVLQW*                        
>Osat_LOC_Os12g26600                                                            
MKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASCA
PSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKV
DAAKNKDPGYDCMQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASAKEAIKLSDYERTLKKASSGKSKPVP
QLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTYQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFRQLYMEMS
ATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYP
QETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRER
LRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVEEQLMGFINEEILDPKGEFYY
DGNTIHRSLASELAATTTTSKS*                                                         
>Osat_LOC_Os12g27270                                                            
MDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEM
EEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHK
KLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEA
CPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNI
DRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLV
EDLKQLWKKEGVPVWDEDKQEEFNLRALLFVTINDWPAFSNLSGQSNKGYKACTHCMDETESMYLKHCRKVVYMGHRRFL
AANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRH
AIDVMHLTKNLCVNLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKV
PSGYSTNIKRIISTKEKKFTNLKSHDCHVLMTQLLPVVIRGILPDNVRATITKLCAFMNAISQKVIDPDRLEALQNEVVQ
CLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFLFERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFI
EDLRPIGVPESRHEGRLWGKGTLGRKAITTVDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRARNIDKSDAWITRHHIDT
FPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSAVRVDAMGHDGTTATYYGAIEDI
WELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVV
LPGKRKIVGVEDKTDEDYDQLDGQPPFTVTIDPSILLSNEDTPYSRSDHKKRTIVRRKKDVLSESSVKPEWKRCFLYQQM
ADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQR
GAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFT
LPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYH
HHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERM
AAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMATPTDPSGTYHCRPIPAGYSKVEVELVEGSYEDLELDYPGGDGE
THLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPFPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPQ
QAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPVSGTSSGKA
SSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYK
FHQLYMEMSATGREMIGARIRDTDFLQGNDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKV
NVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRH
LVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEI
LDPKGEFYYDGNTIHRSLASELAASTTTSKS*                                                



>Osat_LOC_Os12g27630                                                            
MANRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRAHGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRYRDELTLALQTPEHPGRTRGKGESEIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGN
RSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHGIILWRRRYIILPG
RQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTR
ATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASS
GKSKPVPQLGEQPKQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFH
QLYMEMSAAGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDIGFIDPRRVNV
AMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLV
RGKWRERLRRKFKFLCAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFIIEEILN
PKGEFYYDGNTIHRSLASELAASTTTSK*                                                   
>Osat_LOC_Os12g28350                                                            
MTGVRMVTNRSFLSTSCQLSNLHVGPPSHYILPVMVRMKPGIYLIRTNVPSLGGNTLAPAGDERLEALVLTGWGEAFHWV
LFLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYRFCHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLA
DQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAATTTTSKS*        
>Osat_LOC_Os12g28570                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDMEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPNWEEMEACLIERGIEPATPNWPERSKFWSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDER
MAAHRPHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHYRPIPAGYSKVEVELVEGAYEDLELDYPGGDG
ETHLRDTSHAIILWRRRTVSTSGSSTDSSSGSCTDSSSGSYTYSSASSSSGTFKVKAPPAPSPAHTRATKKAKVDAAKNK
DPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQP
NQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREM
IGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQEIEDN
LVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVCDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFK
FPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDRNTIH
RSLASELAATTTTSKS*                                                               
>Osat_LOC_Os12g28740                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQVMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRVPSPPALPS
PPQDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKNIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLRVAPIEKVEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIG
ARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFP
CAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAFQEQLMGFINEEILDPKGEFYYDGNTIHRS
LASELAASTTTSKS*                                                                 
>Osat_LOC_Os12g28800                                                            
MSTPGANPPSPTPARIQEEANPATEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRNVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA
AAAANVPAPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKSQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLQQSSTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os12g29250                                                            
MSMPGANPPSPTPARIQEEANPTTEAVAEGHPATTAVQQPEIHELPQEQHTSMSGETSASRSSRNPRSQNIWPTTVQVIR
EVDASGRPTAPRTVIGRWSNCCGIAARENFGILHKDIGKVTEAEKERAWTAMEKWFTFPAEAKDRLKRKAFQKMGKAWKN
WKSKLFTEYVNPPGNHTPFDEYPQITEAVWEEFCSLKTTQEFRESSEAHRVLQQRNEHPHRLGTAGYIGKEAIWAQEDAA



AAAANVPDPFSDIPEQRARNWARARGKVNPDGSVTFENKSDAVVYQELLGLVAEQASQSEVESAPKRREDDILTKALGTK
EHPGRTRGIGSDVPWKHGLPQYSSQYRKRKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNIPRVTTPA
VQPTPRVQHDASPSQHRSSCASTEVPAPGLPIAPLAAVDHIEGAAQCVLLARVHPTFAPEVAEGMAFKPSVTDKVHGADL
LAGYAKVSIDTVKDTWSGYPLPVPPNDEIMTLGDARKTFIQWPKEDIVVKMTPRPSRPTELTPPKSKLSIEAPRGPALSV
PHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRERGKGKVGELAPEPKRGKAATSMPVSKSGKVVRAPAQFELG
MPLVEDNVLAVMGIACRELHKQYMELSNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKCYSL
LCWIESRRHGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNSNKS
KDYDFSEITKALNMAWGPYVEKGGRHKEGKNELYHDTKFACAQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*   
>Osat_LOC_Os12g29874                                                            
MEIQRARRRGIFDTGFIDPRKVNVAILDQYPQATEVNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACVVNVYDSMD
KKESTFDKVFELIDRAWYRFHHLVRGNWRERLRRKFKFPCAKQAQGTNLCSYYYVCEYCHCLADQIITTRELNVGEGGWR
PAASLLKVPDLMAGAGGRSSSEPVRVAAAGYVVHGVPPGRFREHTSRRPAAVVALKQRSSRKGGEGCFPPCAAATVFRPG
D*                                                                              
>Osat_LOC_Os12g30440                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMSAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCSYTYS
PASSSSGTFKLKGPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRG
MSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMY
ELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILM
EIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDK
KESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLT
THKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIHRSLASELAASTTTSK*                            
>Osat_LOC_Os12g30630                                                            
MPCSTRRKKQQLCDKIRYESLLPFGLLQRPAWIVFVCIMGIVVGSVLIFAAFFFLRCLSRYIRVLCLRFAVVSYPPEGAT
YEDGDVHTLCTVPGSERCDHCLHLHLTRSIHASRHRTGAESESSMSRGQGSTAQMDRQWMYADRRSKEFIDGVHYFLRVA
EANRKRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQFVGFEGNQTGE
EEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHKKLDTTLELLQWKAKNGVSDKAFGDLL
KLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVDGQLTKK
RIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNIDRKFKEFGKDARNIRFGLSTDGMNPF
GEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQEEFNLR
ALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHRTKPKHR
SGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLGVYGKSK
DTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSTNIKRIISTKEKKFTNLKSHD
CHVLMTQLLPVVIRGILPDNVRATITKLCAFMNAISQKVIDPDRLDALQNEVVQCLVSFELIFPPSFFNIMTHLLCHLVK
EIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGKGTLGRK
AIMTVDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRARNIGKSDVWITRHHIDTFPAWLRQHLMGNESINQQLAFLARGP
SGSIATFQGYEINGYTFYTRAQDMKSTNQNSAVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRLTGGGVM
IDDSGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQLDGQPP
FTVTIDPSILLSNEDTPYSRSDHKEGTIMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGH
VERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWR
RTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHW
DEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNP
ADGSLVFGVQIREAAQRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRD
TEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCP
VDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHA
IILWRRRYIILPGRQAASRAPSPPAPPSPPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSK
SRAPPAAPPAHTRATKKAKVDADKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIK
LSDYERTLKKASSGKSKPVPQLGEQPKQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPE
LLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFTHIYELYQLDAVDVSIMSCWILMEIQRARRRRV
FDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFE
LIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQ
EQLMGFINEEILNPKGEFYYDGNTIHRSLASELAASTTTSK*                                      
>Osat_LOC_Os12g31020                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPNLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG



TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGG
DGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPAPTPPRAPTPT
PPQAPLSAPSKSRAPPAPPLAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFR
KASSRKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQM
YKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPR
KVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKCAKQKQGTNLCG
YYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTS
KS*                                                                             
>Osat_LOC_Os12g31150                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGVQIREAAQRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYTGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPS
PPHDPAPSPPHAPPAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAAPPAHTRATKKAKVDAAKNKDP
GYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPKQ
EIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIG
ARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLV
HLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFCHLVRGKWRERLRRKFKFP
CAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIHMRDNLTTHKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIHRS
LASELAASTTTSK*                                                                  
>Osat_LOC_Os12g31280                                                            
MKLQRIPTLTTRRVMKTMALNSYEFVCARLLDPGKWDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCRILMEIQRAR
RRGVFDTRFIDPRKVNVAMLDQYPQATEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFD
KVFELIDRAWYRFHHLVRGNWREILRRKFKFPCAKQKQGTNLYGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFI
AAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLTSELATTTTSKS*                                  
>Osat_LOC_Os12g31590                                                            
MADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDTEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGAVKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKY
HHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQG
TFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVD
ERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMA
IPTDPSGTYHCRPIPAGYLKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCSYTYS
PASSSSGTFKVKGPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRG
MSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPKQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMY
ELGKPLVKPELLQSLPTQMYKFHQLYMEMSAAGREMIGARIRDTDFLQGDDILWINFKGIYELYQLDALDVSIMSCWILM
EIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLEACTVNVYDSMDK
KESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGNNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLT
THKEFITAVQEQLMGFINEEILNPKGEFYYDGNTIHRSLASELAASTTTSK*                            
>Osat_LOC_Os12g32720                                                            
MADRDEEQILYDIIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQ
RGATKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHNGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETF
TLPAGTEDKSFKGDLYQKYILKGQTPNFDTFPKLRDHCDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMP
KWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREVARRLTDAVEASSQGTFRPDRDRDELTLA
LQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPT
IPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPI
PAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPP
APSPPQAPAPTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVA
SEVKRQFKPRSPEKKIPVDPSVRSFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIE
QFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATEWRFKGPDGGGFSILDSSTL
GKFHWVLLLFDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRQLVRGKWRERLRRKFKFPCAKQKQGNNLCGYYVCE
YCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAATTTTSKS*  
>Osat_LOC_Os12g33420                                                            
MEIQRARRRRVFNTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTINVYDSMD
KNESTFDKCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINKEILDPKGEFYY
DGNTIHRSLASELAASTTTTSKS*                                                        
>Osat_LOC_Os12g33620                                                            
MVLLNLVLNSRLHDKFNTRFMDPRKVNTLMLQRYEKQTEDNIIHFLVQQHYKTFILLPYNTSFHCVILLFDLDKCKIHVY



DSMDKPESNLAKIFEVIYVRENTTHDDFIRVVQEQMMGFINEQILAPTGKFYYDGKPIHQAGPSSSDLTKL*        
>Osat_LOC_Os12g34160                                                            
MSQLNCAVCQGTVDLHKEKKKGLWQKEKELFLPVWEWKLQYQHRCFSLTTMLVVHSFTLEMDRQWMYADRRSKEFIDGVH
YFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFMPSYNCWTSHGEQGVEMEEDEVEDDNIPDFAQYVGFE
GNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGCEQGHKKLDTTLELLQWKAKNGISDK
AFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEYENLEACPVCKALRYKIRRDDPGEVD
GQLTKKRIPAKVMWYFPIIPRLRRLFRNKGNARMLRWHAEERQQDGMLRHPADGSQWRNIDRKFKEFGKDARNIRFGLST
DGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVYLRPLVEDLKQLWKKEGVPVWDEDKQ
EEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKVVYMGHRRFLAANHPVRKKGKHFEHKADHR
TNPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPYWEFLDVRHAIDVMHLTKNLCVNLLGFLG
VYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECLESIKVPSGYSMNIKRIISTKEKKFI
NLKSHDCHVLMTQLLPVVIRGILPDNVRAKITKLCAFMNAISQKVIDPDRLEALQNEVVQCLVSFELIFPPSFFNIMTHL
LCHLVKEIRILGIMYLHNMFPFERYMGVLKKYVRNRARPEASIAKGYGTEEVIEFCVEFIEDLRPIGVPESRHEGRLRGK
GTLGRKAIMTVDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRARNIGKSDAWITRHHIDTFPAWLRQHLMGNESINQQLA
FLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSTVRVDAMGHDGTTATYYGAIEDIWELDYGPLKVPLFRCQWVRL
TGGGVMIDDNGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEPKRQVVLPGKRKIVGVEDKTDEDYDQ
LDGQPPFTVTIDPSILLSNEDTPYSRSDHKEGTIMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAE
GNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPV
STVYWRRTRARGDHESFVPDSEKEMLWTTMLDTFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFP
KLRDHWDEFVAYKTGEQGKAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMETSLIERGIEPATANWPERSKFWYYAH
GGTLNPADGSLIGFKEDIHTYRSRMRSKRDTEAKIADLEFQVSSYELNMEEEVARKVDERMAAHRSHDPQPTIPPAMVSP
SGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYLGGDGETHLRDTCHAIILWRRRYII
LPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPQDPALTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAH
TRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKA
SSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYK
FHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKV
NVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRH
LVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEI
LDPKDEFLSRPEITQRAFLTCVH*                                                        
>Osat_LOC_Os12g34260                                                            
MPPPPRHAAAATAPQRHAAAAVATPPRQPPPRCRHTAVNERERERSNERERERTRQQDKVKRWTLKKMAEQFQSFKGDLY
RKYILKGQTPNFDTFPKLRDHWDKFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEP
ATANWPERSKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVI
PWKIGFKENIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCA
STGQVGSQSMDAMQTQDESTCPVDDITQRTPCQFQQDSRRSKLSWSKARTRTSSWITLEETDHAPSPPHAPPAPSPPQAP
ASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFK
PRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGL
TTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGI
YELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHW
VLLLFDLDACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCL
ANQIITARELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*       
>Osat_LOC_Os12g34610                                                            
MPKWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELT
LALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQ
PTIPPAMVSPSGNRSSCTSTGQVGSQSMDAMQTQDESTCPVDDITQRTPCELHIPLKNLSIKVASGMAIPTDPSGTYHCR
PIPAGYYKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHA
PPAPSPPQAPTSTPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPLAHIRATKKAKVDAAKNKDPGYDCTQEELDAYV
ASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTI
EQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDD
ILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFINPQKVNVAMLDQYPQETEDNLVHLLKAQHYKTFIL
LPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGY
YVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSK
S*                                                                              
>Osat_LOC_Os12g35650                                                            
MPRRRRHATPPPPRPRNATPPPPSPRRRANRRPDAATPPLTNENENDRTNESENEHVNVRCRDNVNENENDRMNESENEH
VNMADRDEKQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEEASGSQPSVGQKRA
RGQRGAVKKLEGRHIITEVEEDGRPSAPAEAAKNYTFTLPAGTEDKVKRWTLKKMAKQFQSFKGDLYQKYILKGQTPNFD
TFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPERSKFWY
YAHGGTLNPADGSLVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTY
RSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAM
QTQDESTCPVDDITQRTPCELHIPFKNLLIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGS
CTVSSSCSASTVSTSGSSIDSSSGSCTDSSSCSYTYSPTAPPPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVK



RQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFIT
DTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWIN
FRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNT
EFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEY
CHCLADQIITIM*                                                                   
>Osat_LOC_Os12g35720                                                            
MEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPISTVYWRRTRARGDHESFVPDLEKEMLWTTMLETFTLPAGTEDKVKSW
TLKKMAEQFQSFKGDLYKKYILKGQTPNFDTFPKLNDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAM
PKWEEMEASLIERGIELATANWPERSKFWYYAHSGTLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDELTL
ALQTLEHPGRTRGKGVIPWKIGFKEDIHTMQEKVARKVYEHMAAHRSHDPQPTIPPAMVSPSGNRSSCASMGQVASGMAI
PTDPSGTYHCRLIPVGYSKVEVELVEGAYEDLELDYPGGDGSCTVSSSCSASIVSTSGSSTDSSSGSCTDSSSGSYIYSS
AKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLLDYELTLKKASSGKSK
PVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPPAKPELLQSLPTQMYKFHQLYM
EMSATGREMIGARIRDTDFLQGDDILWINFKEIYELYQLDALDVSIMSCWILFHWVLLLFDLSACTVNVYDSMDKKESTF
DKVFELIDRAWYRFRHLVCGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHMEF
IAAVQEQIMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTTSKS*                               
>Osat_LOC_Os12g36480                                                            
MNENENDRTNESENENDRTKTSENEGTNVNENKRTNVNENERTNVNELGNMADRDEEQILYDTIVEGSSQYWNEEEGNED
PNQYLNEKGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVEQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAK
NYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLY
QKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEQMEARLIERGIEP
ATANWPERSKFWYYAHGGTLNPADGSQVFGYQIQEAARRLTDAVEASSQGTFRPDRDRDELTLALQTPEHPGRTQGKGVI
PWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCA
STGQVGSQSMDAIQTQDESTCPVDDITQRTPCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAY
EDLELDYPGGDAPSPPQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRATPTPPLAHTRATKKAKVDAAKNKDPGYD
CTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGISASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIE
PLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGARI
RDTDFLQGDDILWINFRGIYELYQLDALDVSIISCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQETEDNLVHLL
KAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDF
IRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELLRRNRS*                      
>Osat_LOC_Os12g36580                                                            
MAYREEIIPVAVGLQRKMSREQDNNWPANSGESDGGNVSPSDNPDNMEDVNPSATTHSGDTATSSIRRGRGPTKMPIGLY
TITALDADGNPTAPESALTPYSNAIGVIVKDDIPIKYRHWKTRDPDELEWMVPDRDKELAWERLKRTFQFPEGSEELAKH
KALQRMSLSFKKFKMDLTKKFVKKGLTPNFEDPNYRRTSDEAKEISERNQANAAKNLYPHRLGPSGYAKNVGKWQEREDE
LLQKGIEIETKDWSQRGKNYQYARGATLSDTGELVHKGPRSQEVSQRLHDAHQKSLEGSFVPNREKDELTLALQNSEHPG
RTRGVGLVPWREGFPEDKRRYRSRSNTNSGDQSEEIRQLKERMDLIMARLERQDVGDVGRVISPGGRKSNSASIEVTQEL
GMARYPVDDIHVRTACRLHLPLQNITVEVAHGMAHPVMEGERIHGNPIPCGYSRVEVEYVSSRYRAIQLDFAPDEGVNTL
GKAIHNIILWRKRFIVFPSGDSDDEPSDGGSSSEGLVVSPRRMPTPLLPRKSPSPPPAHCKSPSPPSSKHQSLASSIPLK
KRGRLCKTSQMSEPPSLKKPKKVPLPNMLVPSLKEKKEMSGSITLLLKHKGDKIKEATNVKVPVAVHDHFNRMARPLAPK
PPISDFRRTTRKKRLKEFSKKEFEKDEANKNVQEFLEGAGLQSLSDVDNIAKSPLAAQFKLGYSLTTDEYRKVIGNCTQM
RRVEEWYLQMAKEGKVMFPVFYRDEDFHHCDGIVWVPFKELFQLYNLKEVDLSLIQLWVLMGALECRTTHNKLGFLDPQI
VNSTKIEGGEKSEKEVLDYLYTSFVKLQDMNTILLPYHFKPHWILLAIHLNDSKIVVMDGMRTPQAKFQSLVDTLDKALV
KYKKRIQHAPCSNTFRVWCHPYCSRQDPGTSTCGFYVMKFMRVFMEDGNWNITDSEKLKLPTSKLLPHVCFSLAKQLCGF
IVTHIISSNGAYNISRAPAGLMGLIEAGGPSDTLDSRSMTKDT*                                    
>Osat_LOC_Os12g38670                                                            
MKRNEVKEKEKTDKPSTRRRILGVTAFIAAAAAGTLFLLSAIGESSGDPDKTADDDPPTTRTMKAPGFDGKVMISRDKFE
GNPKEYFRASRKGDEEDVGAFKLSMTLLTTELYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARGQR
GAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLETFT
LPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAAKKKYH
HHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERLKFWYYAHGGTLNPADGSLVFGDQIREAARRLTDAVEASSQGT
FRPDRDRDDLTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDE
RMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDESTCPVDDITQRTSCELHIPFKNLSIKVASGMAI
PTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSP
PQDPAPSPPHAPPAPSPPQAPAPTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPSPAHTRATKKAKVDAAKNNDPG
YDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQE
IEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATGREMIGA
RIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVH
LLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPC
TKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSV
ASELAATTTTSKS*                                                                  
>Osat_LOC_Os12g38680                                                            
MPPPPRHAAAATAPQRHAAAAAATPPRQPPPRCRHTAVNERERERSNERERERTRQQEGNEDPNQYLNEEGNVERDAEGN



QQGHVERDVEGNQEEEASGSQPSVGQKRARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVST
VYWRRTRARGDHESFVPDSEKEMLWTTMLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKL
RDHWDEFVAYKTGEQGQAMMERNKENAAKKKYHHHLGSGGYSVAMPKWEEMEASLIERGIEPATANWPERLKFWYYAHGG
TLNPADGSLVFGDQIREAARRLTDAVEASSQGTFRPDRDRDDLTLALQTPEHPGRTRGKGVIPWKIGFKEDIHTYRSRMR
SKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPAMVSPSGNRSSCASTGQVGSQSMDAMQTQDE
STCPVDDITQRTSCELHIPFKNLSIKVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRD
TSHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPAPTPPQDPAPTPPRAPTPTPPQAPLP
APSKSRAPPAPSPAHTRATKKAKVDAAKNNDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSASVK
EAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPL
VKPELLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRAR
RRRVFDTGFIDPRRVNVAMLDQYPQETEDNLVHLLKAQHYKTFILLPYNTEFHWVLLLFDLSACTVNVYDSMDKKESTFD
KVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCTKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFI
AAVQEQLMGFINEEILDPKGEFYYDGNTIHRSVASELAATTTTSKS*                                 
>Osat_LOC_Os12g38840                                                            
MEEDEVEDDNIPDFAQYAGFEGNQTGEDERDADGNDVVDDLGQMLQDAKEDCESEKGAHKLDKMLEDHRTSLYPGCEQGH
KKLDATLEFLQWKAKNGVSDKAFGDLLRLVKNILPKRNKLPETTYEAEKIVCPLGLNKGNARMMRWHAEEHQQDGMLRHP
ADGSQWRNIDRKFKDFGKDARNIWFGLSTDGMNPFGEMSSGHSTWPVTMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGND
IDVYLRPLAPAPTPPQAPTPTPPQAPRPAPSKSRAPQAPPPAPTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVRRQ
LKPRSPEKNIPIDPSVRNFFRGMSAPAKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGEDFGIQEFINDT
GLTTNQLLRGAPIEKAEVKYMYELGKPLVKPEQLQSLPTQMYKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFK
GIYELYQLDALDVSIMSCWILMDIQRARRRGVFDTGFIDPRKVNVAMLNQYPQATEDNLIHLLKAHHYKTFVLLPYNTEF
HWVLLLFDLEACTVNVYDSMDKKESTFDNIFELIDRAWYRFRHLVRGKWRERLRWKFNFPCAKQKQGTNLCGYYVCEYCH
CLADQIITTRELDFIRMRDNLTHKEFIAAVQEQLMGFINEQILDPKGEFYYDGNTIHRSLASEITTTTTSKS*       
>Osat_LOC_Os12g39010                                                            
MARAPRGSEGEGGGELGAPGACGAAGRAVGRRRAAGNAPPSLNSNVHIDEALPAADENQLDEDPTVARILEASSQGTFRP
DRDRDELTLALQTPKHPGRTRGKGVIPWKIGFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMA
AHRSHDPQPTIPPAMVNPSGNRSSCASTGQVASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGET
HLRDTSHAIILWRRRYIILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPAPTPPQDPAPTPPRAPTPTPPQ
APLPAPSKSRAPPAPSPAHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRNPEKKIPIDPSVRNFFRGMS
ASVKEAIKLSDYERTLKKASSGKSKPVPQLGEQPNQEIEPLVTGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFH
QLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILFHWVLLLFDLEACTVNVYDSMDKK
ESTFDKVFELIDRAWYRFRHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYMCEYCHCLADQIITTRELDFIRMRDNLTT
HKEFIAAVQEQLMGFINEEILDPKGEFYYDGNTIHRSLASELAASTTTSKS*                            
>Osat_LOC_Os12g40230                                                            
MGKAWKNWKSKLFTEFVNPLGNHTPFDEYPQITEAVWEEFCSLKNTQEFRESSEAHRLLQQRNEQPHRLGTAGYIGKEAI
WAQEDAATAAANVPAPFSDIPEQRDRNWARARGKVNPNGSVTFENKSDAVVYQKLLGLVAEQASQSEVESVPKRREDDIL
TKALGTKEHPGRTRGIGSDVPWKHGLPQYSSQYRKWKVSKEERDARLKAELKVEVIQELEASMNARVEERVNKVLADMNI
PRGTTPAVHPTPRAQHDTNPSHHRSSCASIEVPAPGLPVAPLAAVDHIECVLLARVHPTFASEVTEGMAFKPSVTDKVHD
ADLLAGYAKVSIDTVMDTWSGYPLPMPPNDEIMTLGDARKMFIQWPKEDIVVKMTPRPSRPTEFTPSKSKLSIEAPCGPA
LSVPHSPGGADMDLADIAQSLAPIKTTRKADSSPPLVKGQKRECGKGKVGELAPEPKRGKAVTSMPVSKAGKVVRVPTQF
ELGMPLVEDNVLAVMGIACRELHKQYMELRNAKRKMRESSIVGHHDHQPFLSSPAYITIGFDDLFDLFRIRKLDTGLLKC
YSLLCWIESRRLGNQVGFLDPSMVNEVNLRQSFTEVVDYVNRCLWAHQDKEYIMCAHNQERHWILLVIVPKWSRVTYLNS
NKSKDYDFTEITKALNMAWGPYVEKGGRHKEGKDKLYHDTKFACTQQIGDQCGFHVCHNMSTLLREVKDFDPEVVANGE*
>Osat_LOC_Os12g41040                                                            
MKLIKMDRQWMYADRRSKEFIDGVHYFLRVAEANRQRGFICCPCNKCKNQKEYSASRTIHFHLFESGFIPSYNCWTSHGE
QGVEMEEDEVEDDNIPDFAQYVGFEGNQTGEEEIAADGNDVADDLGQMLQDAREDCESEKEAHKLDKMLEDHRTSLYPGC
EQGHKKLDTTLELLQWKAKNGVSDKAFGDLLKLVKNILPGGNKLPETTYEAKKIVCPLGLEVHKIHACPNDCILYRGEEY
ENLEACPVCKALRYKIRRDDPGEVDGQLTKKRIPAKVMWYFPIIPRLRRFFRNKGNARMLRWHAEERQQDGMLRHPADGS
QWRNIDRKFKEFGKDARNIRFGLSTDGMNPFGEMSSGHSTWPITMCIYNLPPWLCMKRKYIMMPIIIQGPKQPGNDIDVY
LRPLVEDLKLLWRKEGVPVWDEDKQEEFNLRALLFVTINDWPALSNLSGQSNKGYKACTHCMDETESTYLKHCRKVVYMG
HRRFLAANHPVRKKGKHFEHKADHRTKPKHRSGKTVFAMVKDLKVVFGKGPGSQHIESEDGHAAMWKKNSIFWELPCWEF
LDVRHAIDVMHLTKNLCINLLGFLGVYGKSKDTLEARNDLKHMEQRGDLHPEPKEKGSHYLSPASYTLSKAEKESMFECL
ESIKVPSGYSTNIKRIISTKEKKFTNLKSHDCHMLMTQLLPVVIRGILPDNVRATITKLCAFMNAISQKVIDPDRLEALQ
NEVVQCLVSFELIFPPSFFNIMTHLLCHLVKEIRILGPMYLHNMFPFERYMGVLKKYVRNRARPEASIAKGYGTEEVIEF
CIEFIEDLRPIGVPESRHEGRLRGKGTLGRKVITTVDNNLFRKAHFTVLQHSSLVAPYIEEHLALVRARNIGKSDAWITR
HHIDTFPAWLRQHLMGNESINQQLAFLARGPSGSIATFQGYEINGYTFYTRAQDMKSTNQNSAVRVDAMGHDGTTATYYG
AIEDIWELDYGPLKVPLFRCQWVRLTGGGVMIDDSGMTTVDLNKVGYSDEPFVLANDVTQVFFVKDMSSKGKKGRGPDEP
KRQVVFPGKRKIVGVEDKTDEDYDQLDGQPLSRENVNENENDRTNESENENDRTKTSENEGTNVNENKRTNVNENERTNM
NELGNMADRDEEQILYDTIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQK
RARGQRGAAKKLEGRHIITEVEEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRIRARGDHESFVPDSEKEMLWTT
MLETFTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENA
AKKMYHHHLGSGGYSVAMPNWEQMEASLIERGIEPATANWPERSKFWYYAHGGTLNPADGSLVFGDQMREAARRLTDAVE



ASSQGTFRPDRDRDELTLALQTPEHPGRTRGKGVIPWKIGFKEDIYTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEV
ARKVDERMAAHRSHDPQPTIPPAMVSPLGNRSSCASMGQVGSQSMDAMQTQDESTRPVDDITQRTPCELHIPFKNLSIKV
ASGMAIPTDPSGTYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTCHAIILRRRRYIILPGRQAASRALSP
PAPPSPPQDPAPSPPHAPPAPSPAQAPASTPPQDPAPTPPRAPTPTPPQAPLPAPSKSRAPPAPPPAHTRATKKAKVDAA
KNKDPGYDCTQEELDAYVASEIKRQFKPRSPEKKIPIDPSVRNFFRGMSASVKEAIKLSDYERTLKKASSGKSKPVPQLG
EQPNQEIEPLVTGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQMYKFHQLYMEMSATG
REMIGVRIRDTDFLQGDDILWINFRGIYELYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPRKVNVAMLDQYPQET
EDNLVHLLKAQHYKTFILLPYNTEFHWVLLLIDLEACTVNVYDSMDKKESTFDKVFELIDSFKLHVVRGKWRERLRRKFK
FPCAKQKQGTNLCGYYVCEYCHCLADQIITTRELDFIRMRDNLTTHKEFIAAVQEQLMGFINEEILDPKGGGKTRGEMNK
DDEVVTKKGNKAGRRRPASRHRFRGVRQRPYGRWAAEIRDTAALAYDATARWLYGSKAVTNFPTTTGDGDDGLPVAEPAV
VVVAAPAFAGEEMDKQVAPAAATAAETVAADPGAGELGPVVLCHELEATNGWQYEAYGYGYSMGLELLENYAYAGDVQPL
GLGGSTSNAAAANDCLWMF*                                                            
>Osat_LOC_Os12g41380                                                            
MPIEIDWEEVMPTTTTASSSHGDDVEVRFVSTSTRSSVAQRLRPRGARTEEEAEIVRMRDDELRREMAFAGRLRPRFEGI
LCDGGEGNRRRRALLEAEARRRGIGPAAAKDGDDRHSTSRDVFSFDIEDQLGEDASRRFCGKPWPVSSTKENYGQLGIET
RRSSRQIEQRKPISVDKMYSSKPCSSTLSGHKLRVHAIDPDEKADDEKSEPSTRYSFRNYIKNIAILVIVHEISKIEISR
TFNPSNEKCNETFVSLIDLEFIHAQLCVQQGGRKNISRVSLIFKRWVQDVVLLDDEDVQPEGQVDCRMHDRRNETMIYYP
SRDDPEAVELSSSDIKCLDPGVYLSSPVINFYIQYMKRTKLHDDDCREKFYIFNTYFYSKLEEALLGKGEFLKLRRWWKG
VNIYHTSYIILPIHGTAHWSLIIICFPSKESNSGPIILHLDSLELHSSAKIFDTVRRYLEAEWCHLRKNPPPDISISETI
WDDLPSNIQKEKVQVPQQKNEYDCGIFMLYYIERFIRLAPERFTRDNLSMFSRSWFQPEDASDLRQRIRELLLEEFESAR
LDEALSEADTSDRSDNEEDATKSAESEQAAAAAAPGNGSSEMIVEGGDTGISNEDIKGVAASKEASSSICRSADNLAGCV
LLEEATLSDSVMKDEEDTTKADPVSSQDEQEVAVLSPGAWKNSEENTHKQPQPDICCDSSDSEMDDVKIIEDPYQRTNKQ
NCRIF*                                                                          
>Osat_LOC_Os12g43480                                                            
MPPHRPLTNENENDRTNESENEHVNVRCRENVNENENDRTNESENENDRSKTSENEGTNVNENKRTNVNENERRNVNELG
NMADRDEEQILYDRIAEGSSQYWNEEEGNEDPNQYLNEEGNVERDAEGNQQGHVERDVEGNQEEEASGSQPSVGQKRARG
QRGAAKKLEGRHIITEVQEDGRPSAPAEAAKNYVRHSGWVVRDNVPVSTVYWRRTRARGDHESFVPDSEKEMLWTTMLET
FTLPAGTEDKVKRWTLKKMAEQFQSFKGDLYQKYILKGQTPNFDTFPKLRDHWDEFVAYKTGEQGQAMMERNKENAVKKK
YHHHLGSGGYSVAMPKWEQMEASLIERGIEPATANWPKRSKFWYYAHGGTLNPADGSLGTFRADKDRDELTLALQTPEHP
GRTRGKGVIPWKIDFKEDIHTYRSRMRSKRDTEAKIADLEFRVSSYELNMQEEVARKVDERMAAHRSHDPQPTIPPTMVS
PSGNRSSCASTGQVASGMAIPTDPSGIYHCRPIPAGYSKVEVELVEGAYEDLELDYPGGDGETHLRDTSHAIILWRRRYI
ILPGRQAASRAPSPPAPPSPPQDPAPSPPHAPPAPSPPQAPASTPPEDPAPTPPRALTPTPPQAPLPAPSKSRAPPAPPP
AHTRATKKAKVDAAKNKDPGYDCTQEELDAYVASEVKRQFKPRSPEKKIPIDPSVRNFFRGMSAHAKEAIKLSDYERTLK
KASSGKSKPVPQLGEQPNQEIEPLVAGKEMTIEQFITDTGLTTDQLLGVAPIEKAEVKYMYELGKPLVKPELLQSLPTQM
YKFHQLYMEMSATGREMIGARIRDTDFLQGDDILWINFRGIYKLYQLDALDVSIMSCWILMEIQRARRRRVFDTGFIDPR
KVNVAMLDQYPHETEDNLVHLLKVQHYKTFILLPYNTEFHWVLLLFDLEACTINVYDSMDKKESTFDKVFELIDRAWYRF
RHLVRGKWRERLRRKFKFPCAKQKQGTNLCGYYVCEYCHCLANQIITTRELDFIRMRDNLTTHKEFITAVQEQLMGFINE
EILDPKGEFYYDRNTIHRSLASELAASTTTSKS*                                              
>Smol_XP_002989418                                                              
MAPKRQSARLMQQRLPEEEQMRIALANSMKTFKEEQRQCADLSHLDDVKLDATQRTTQVFRRRKRPRQEEDEEPAVSNGG
NDENSGKSRTMDEIVESTEILKDAPAKARSAGKSKQSKTTKRQKSLKRLIPSTKKKKKKDLVRSYFGFSAPGKLEEPSPE
GSNEEVLLVDDEDHLQDSEQQLKSNDPEAVEVEEHHLQCLAEHEYVNDTIIDLYIKYILVSQSTELERFHVFNSFFFKRL
AQAVCDEDYVESVGKLRKWTKGVDIYDKAYVLMPVHQQMHWSLVVVCFSGPKPGCHILHLDSMQTGHVSRPIYEVVRRYL
AAEWISHGGENKDFKNVHERKVKVPKQQNEYDCGLFMLHYIQQFLSKAPASFSDSMVKDMVHAWFSLAEASKLRTTIRDI
TDKIFFPKEGKEEPALDSVAIDGATKPESEQDPSAAFINEATVEGSNGDNTTQQAVTNDTTQQAVANDNTNQQAVTNDPA
SVPSSEERRDDDPANVPSNEEIRDDHPAGNPSSEEILPASTGNDPVNNSSTEEIVPASTGNDPANNPSTEEIIPGRSDPD
GMVPGESHEDHPASS                                                                 
>Smol_XP_002978340                                                              
LQSDAFTRLSDEEERAVESALYSKSRQKVLVMHEQSNIEITGAVMECLRPGTWLNDEVINLYMELLKEREIREPKKFLRC
HFFNTFFYNKLFKDKEKYDYKAVRRWTTQKKLGYSLLDCDKIFVPIHKDIHWCLAIINIRDQKFEYLDSLSGIDEDVLEV
LSNYIADEAKDKLGKSIDVSGWGKEYPEDIPGQENGCDCGMFMIKYADFYSRGSSLPFTQGDMEYFRRRTVWEILRLKAT
>Smol_XP_002966222                                                              
MVIEYVYEALTDGLVEEPVMVLDTPANDAKRLCDFELEEKIQRFTSHTQDSSLKVDKTKLVSFLDALLAEKARREKSKET
GATSLQQVASALIETHLLTQERKVEINLSRGLSPPRAFDSELKILRFQRGRKQSPATEMPKSCSNGLSSKTTVAERGKQH
RFSPQVLDAEETSARRNTRSSPDTVVLFSSDDENEIKVMEPAAISTRRTSSRIAARRKMDLNMKIAYPSKDDPDALEVYY
GDFSRLQPAEFLNDTVIDFYIKYLQREAIDAERKEKFHFYSSFFFKKLSEAFDTEAKQVEAFSKLRKWTKGIDIFSKSYL
FLPINDRLHWSLAIVCFSLSDGGLTPYIFHLDSLDNGHSSRELFKYIQKYLELEHAQMETAIEIKWRETVKKRVEVPRQE
NEYDCGLFLLYYIKRFVETAPLPCKLTDTTSLFGKRWFKPSDASMLRWTIREILENLFEATSPE                
>Smol_XP_002964828                                                              
MRRTNKTMKKRRTTNEMMGMMLKRMKMCKTRSKQKTNKTSRTAGLSDEGLFITNTDLQSLNADRMINDTVVNFFILNLNL
KQGQHVFNSFFYSYLCQKEYEKIRKWKNHLNIFEKNSEIFKTVREYLESEWRYYNGGKPMIKIGVPHQSNAVDCGVYMMH
FMETFIQKSPDNLTMEFVDKMLFSNKIIFRCRIQYEILKAAASSVNKPKKVLKVYRRYKH                    



>Smol_XP_002962467                                                              
MAPKRQSARLMQQRLPEEEQMRIALANSMKTFKEEQRQCADLSHLDDVKLDATQRTTQVFRRRKRPRQEEDEEPAVSNGG
NDENSGKSRTMDEIVESTEILKDAPATARSAGKSKQSKTTKRQKSLKRLIPSTKKKKKKDLVRSYFGFSAPGKLEEPSPE
GSNEEVFLVDDEDHLQDSEQQLKRCGVKFAYPSRDDPEAVEVEEHHLQCLAEREYVNDTIIDLYIKYILVSQSTELERFH
VFNSFFFKRLAQAVCDEDYVESVGKLRKWTKGVDIYDKAYVLMPVHQQMHWSLVVVCFSGPKPGCHILHLDSMQTGHVSR
PIYEVVRRYLAAEWISHGGENKDFKNVHERKVKVPKQQNEYDCGLFMLHYIQQFLSKAPASFSDSMVKDMVHAWFSLAEA
SKLRTTIRDITDKIFFPKEGKEEPPALDSVAIDGATKPESEQDPSAAFINEATVEGSNGDNTTQQAVTNDTTQQAVVNDN
TNQQAVTNDPASVPSSEERRDDDPTSVPSSEERRDDDPANVPSKEEIRDDHPAGNPSSEEILPASTGNDPANNPSTEETG
RSDPDGMVPGESHEDHPASS                                                            
>Smol_XP_002961758                                                              
MRRTNKTMKKRRTTNEMMGMTLKRMKMCKTRSFKQSLNADGMINDMVINFFILNLNLKQGQHIFNSFFYSYLCQKEYEKI
RKWKNHLNIFEKKCLLLPVFKAADQTSIFHLDSMHPIGHDSSEIFKTIREYLESEWRYYNGGKPMIKIGIKKLKSNVVDC
GVYMMHFMETFIQKSPDNLMMEFVDKMLFSNKIILRRRIRYEILKAVASSANKPKKVLKVYRRYKH              
>Smol_XP_002960488                                                              
MRMIRETCMCSSFFLIGCAAVSGGERKRKKKADGDWNPSPASARKNRAPPAGSSVGSRTRSKKAGNVVERTDKGVLPVLS
YKNVVQLDDLEEDGAPSVRELDEDKREKEKLEEGRRESAKEELEEDRKEERAIEELKAEKQRVKEQPRILLQEALSMSRL
HSLVYPQDDPDPVTITSNDIDLLRPSAFLNDTIIDFYIKHLQMTMSDDEKAKTYFFNSFFFPKLVDLSALPADEARAAFA
RLEKWTKKEDIFQKDYIFIPVSRSLHWSLLVICYLSDMLPTDSDLHTVSTRILHFDSLTGFHSDIEPFVRKLEWNRRKTS
EKEDRKYHFDQIKFVRVEVPQQDNLHDCGLFLLHYVELFLERCFTSKSSLSLITVNWFDPAEASAKRFQLLRLIHGMLTA
KLDSQGESNPSPIHLWKHGNDLNSSPDDAEELVMFHGSSP                                        
>Smol_XP_002992603                                                              
MAPARLWRIWRWRFRFFWLACIDRAGRRARIRSAQRVERKKDAAAAPDSLGSVARAENAAPIWQLPNGEGIAGRDLALLV
DGKWLNSEIINSYFSLIKVRSDRPDKNSSSKLRTHCFSSFFYTKLQIAGYEGVRRWSKNIVFSCGASQKPPDRVLRLFAV
QIENKGIHSYHEIGR                                                                 
>Smol_XP_002982291                                                              
MVIEYVYEALTDGLVEEPVMVLDTPANDAKKLCDFELEEKIQRFTSHTQDSSLKVDKTKLVSFLDALLAEKSRREKSKET
GATSLQQVASALIETHLLTQERKVEINLSRGLSPPRAFDSELKILRFQRGRKQSPATEMPKSCSNGLSSKTTVAERGKQH
RFSPQVLDAEETAARRNTRSSPDTVVLFSSDDENEIKVMEPAAISTRRTSSRIAARRKMDLNMKIAYPSKDDPDALEVYY
GDFSRLQPAEFLNDTVIDFYIKYLQREAIDAERKEKFHFYSSFFFKKLSEAFDTEAKQVEAFSKLRKWTKGIDIFSKSYL
FLPINDRLHWSLAIVCFSLSDGGLTPYIFHLDSLDNGHSSRELFKYIQKYLELEHAQMETAIEVKWRETVKKRVEVPRQE
NEYDCGLFLLYYIKRFVETAPLPCKLTDTTSLFGKRWFKPSDASMLRWTIREILENLFEATSPE                
>Smol_XP_002970173                                                              
LQSDAFTRLSDEEERAVESALYSKSRQKVLVMHEQSNIEITGAVMECLRPGTWLNDEVINLYMELLKEREIREPKKFLRC
HFFNTFFYNKLFKDKDKYDYKAVRRWTTQKKLGYSLLDCDKIFVPIHKDIHWCLAIINIRDQKFEYLDSLSGIDEDVLEV
LSNYIADEAKDKLGKSIDVSGWGKEYPEDIPGQENGCDCGMFMIKYADFYSRGSSLPFTQGDMEYFRRRTVWEILRLKAT
>Smol_XP_002968037                                                              
MAPARLWRIWRWRFRFFWLACIDRAGRRARIRSAQRVERKKDAAAAPDSLGSVARAENAAPIWQLPNGEGIAGRDLALLV
DGKWLNSEIINSYFSLIKVRSDRLYKNSSSKFRTHCFSSFFYTKLQIAGYEGVRRWTKNIFFEPINLDLHLPNVATLQNI
FDHDLLLFPVNHNNVHWSLVAAHLKNHRIEYYDSLLCKSKTKAYIRIMKSVCSTFPLPRF                    
>Smol_XP_002967236                                                              
MRMIRETCMCSSFFLIGCAAVSGGERKRKKKADGDWNPSPASARKNRAPPAGSSVGSRTRSKKAANVVERTDKGVLPVLS
YKNVVQLDDLEEDGAPSVRELDEDKREKEKLEEGRRESAKEGLEEDLKEERAIEELKEEKQRVKEQPRILLQEALSMSRL
HSLVYPQDDPDPVTITSNDIDLLRPSAFLNDTIIDFYIKHLQMTMSDDEKAKTYFFNSFFFPKLVDLSALPADEARAAFA
RLEKWTKKEDIFQKDYIFIPVSRSLHWSLLVICYLSDMLPTDSDLHTVSTRILHFDSLTGFHSDIEPFVRKLEWNRRKTS
KKEDRKYHFDQIKFVRVEVPQQDNLHDCGLFLLHYVELFLERCFTSKSSLSLITANWFDPAEASAKRFQLLRLIHGMLTA
KLDSQGESNPSPIHLWKHGNDLNSSPDDAEELVMFHGSSP                                        
>Smol_XP_002960369                                                              
MSKFWDQGVDSDSEDDVKSSEDADDFKDIVTPGEAGNKYLNKTSDSEGSEDEKRVVRSAKVKRFDEMSATIDQIRNHMKI
NDWVSLQESFDKINKQLEKVLRVTETAAPPRIYIKALVILEDFLSQTLGNKELKKKMNSSNSKAFNYMKQKLKKNNKIYE
AEIEQFRKNPESEAEDEDDEGDMSSEESEPDFIEEVQDVAPVSESDNEDGWQKSGKGPSYIIKKDPSEITWDMVDKKLKE
VIAARGRKGTDRVEQVEQLTYLVTIAKTPAQKLEILLHVVSAHFDVTTSLNTHLPVNVWKKCAHSMMAILDILAQHPNIV
MSENAEPESENETQKGDDYPGQIRVWGNIVGFVERLDDELFKSLQVIDPHTKDYVDRMKDEPAFLVVAQSVQEYVERIGD
TRAAARVALRRLEHVYYKPQEVYEAMRKLGESQKTAEAGAEDTTLVLGTPDLPELSRTMMDDLITLIYKFGDERTKARAM
LCDIYHYAIFDDFYTARDLLLSSRLQDGIMNMDILSQILFNRAMAQLGLCAFRTGLITETHACLSEFYAGGRVKELLAQG
VQQSRFYDKTPEQEKLERRRQMPFHMHINLELLEAVHLICAMLLEVPNMAANAHDVKKKVYSKTFRRLLDIYEKQAFIGP
PENIRDNIMAASRALMKGDWEKAVAIVQGLDIWKLLRKREFAMDMLKSKIQEEALRTYLFTYASSYDSLSLDQLMAMFDL
PEGLVHSIASRLMAAEEFHGSWDQPTRCIVPHNVEPTRLQALAIQFVDKLSTLVEMNEFADNARTGGGGGGTDFFSRHKD
TQDYVGAVAGKRERGGERGGGGYGRDKNQRGGGERGGGGGGGTGGSYAAGYQSTRYQDAYSSVGRTPYQSGPSGRGGQSD
GGGRMGSSENSGMERVLSYGDVLLRRRDVELLHPPNFINDHIIDFFFSYLSSSGSSDVLLVSPSTSFWITNCADARDLAP
ALAALNLRDRQMLLLPINDSADVEYRSSHGNLERGSHWSLLVFHRPSNSCLHFDSLDGANDRYARSLHARVSELVGSKPR
FVSAATPQQENGHDCGAYVMAIAAAVKKGFESDVEEIVKRERSMLILLKVMQGVNDPTVNSFRPVETGQACVILSCVVIA
SVILSISQFCDKAV                                                                  



>Php_XP_001782290                                                               
MVVTKITQRKRKQPEWLVNDVHPVLDLTEDGDDSESLPMSVFESACNENGKDSPPKTVDFPSSDQEILSDNQEEDDLPSS
NSAKDSPIVKDACMEVESPIETEPENHMEGNVSEVVLSIERIEPSTKINPLDIKISAHFIVVRGGDNKESIIYEWPLEKI
ARIGYCYHSDWEEDSKAYIVVTTSVPLVPLSGPSKAIDKCLLELSKFRESFHDILKLSPIFGGIIEELKLEDVTKTLRSI
KSHNSQASTSFFTTYSEKSDESIDAFKVLVYPQGDPDAVTITRKDIKILNPFEFLNDTIIDFYIKYLQQTTIAPKKLENL
HFFNSFFFSKLAEDGIGGPAAFERVKKWTRKVNIFEKDFIFIPVNQSLHWSLIIICHPGQMWDVTTADGSPVGDACILHL
DSMEGFHRGLDRYIKSYLFQEWKERNPNEITNPYEVSYAEEFFSEMPYRYSKVPQQDNNCDCGLFLLHYVELFLKTAPPV
YRTKRQKGFPTQFLQRNWFKPSEASAKRLVIKKLILELSLGRSLGSPRDNLELNENAPNGVFLADEDLTVALPMSLRADE
QCTAQSISVPSPGRSDPSHQMKEAQIDDCAYPRLDDAQPCDDLSGAVSSSRQEESAELQHMDVSPDNLEGNNRCGGPEQS
GNDGPRVSWKSGAAQLNSHVWVVDDDLESGPEAVIPPNDDTWIHENSSAPSLSLQVKPLQVPVLLDKLVLQYNRPSTTVD
LRVQDDSQSSDDPSCSLLNEDAVKLQKNGALLEFDSVLSPDEGNNSGPANNDDEIHGSSVFDAKQRCATSNLQAEVASPV
KGTLEVGSASGLSSEFVHALPDDYFKEEGLSLASGLSVTCRSTTSPSGRIFELNGQGALTFGLKKHSKDLDSPRKDHQSN
GFTMNNGQVQVIEELTSDDSADDFEAWESVQRSIKDAKRPSLEGGRRVTRSTRMSQRLGLSAENQSRNNALEALLRNKES
KRR                                                                             
>Php_XP_001778735                                                               
MYSVNRHELLILHEETNIEVTRAIIQCLVPGAWLNDEVINVYMQLLKERESRNPDKFLRCHFFNTFFYNKLFKDKRSYDY
KSVRRWTTQKKIGYSLADCDKILVPIHQDIHWCLAVINIRDQKFEYLDSLKGRDETVLKVLAKYLVDEVKDKNNRTLDVS
KWESDFPQDIPEQLNGHVFEILFVRVDVYETHIIINAINVSKFDCDCGMFMLKYADFHGRGAPLSFTQEHMEYFRRRTVY
EILQNEAT                                                                        
>Php_XP_001776738                                                               
RSTVLVFHKGSNIEVTGEILQCLLPGSWLNDEVINVYMELLKERESREPEKFLKCHFFNSFFYNKVQDAQSYDYQAVRRW
TTQKKLGYNLLECDKILVPVHQSVHWCLGVIDLRRQKLLYLDSLQGRDPNVLNSLARYIVDEARERGGQDLDVSKWEHVY
VDDIPRQLNGYMCDCGMFMLKYADFHSRGASLSFTQVRFCLLFSIFI                                 
>Php_XP_001776011                                                               
MGPAGHCWRGSSTGNARIFVVCVDRAVDGEQHLMTEVCERAVVLQVKRGGRVFMIGLHHSVISDDSEDVSDGVEVEFFTD
SKAQKFKEFSDTQLDDEIEKYEGYVAGTRKAALNLPDGGNKFTKHLESLRSEKHKRARKLKRALALLCIFGYVSNLMQRE
NIVETACVGNGGTRWETKSAAQSVSTKPQNTRSTIKVENVSTDISANGFVSREASKSVDYNNGKSIVIIRRSPSPEEKAS
SSEGATLVLSGEQSGPSSRELLTPKTPDPSFQVDSDRKRLVAEPIGRSRKRAREAEFVGRTPDTAMEIDSSDEEDKTSVG
NRSSFDGSCVEVSRRAGLRNTFRRRMEKLKVKIAYPSRTDPDAVEILPSDLTRLEPLEFLNDTIIDFYIKYIQRDEFLGA
EGRQRFHFFNSFFYKKLSEVVNSQKKKGEAYFSKLRKWTKGTNIFEKDYLFVPIHDKLHWSLAIICFPGFDKGGQSERCI
IHLDSMTHGHDSQRVFRLLRSYIVAEWKHSVETCENEADECTLSVQRLKADEIMCKKVPVPLQDNESDCGLFLLHYIQKF
VEYAPKTLKSRDLDGNWENLGVFGRDWFLSTEASSLRTSILEHLCRLFKQEYSILEQANNPVIPLDGEATWIRVVKTKIM
ARIKCTYESVPHEKNNPTNVVKLYHRMKFNLYRTPISQMGTSGLTLDFDCSLYFKYYLIPTQSVDDNHGL          
>Php_XP_001775551                                                               
MSSRRVTNIAAVCSFAPVTGKPFVAIFVDMIGHYPSVDMDNSDDDSDDLEIKVIGDSMTEKLKDFSDTQLDDEIEKYKEY
VYGKKSGLKLSDEGAKFTIHLQKLQREKDKRARLIKRSQAGRVSSITRIARRGDKGLARLGMDRQREGQVRRYSLGHSEV
LAFPLPSRFDELEWVFQTDSFSNNIRLHSPTSSAPHEDFGNGKITVSSETTRQFPSPEKSASSADRATRVSSGEQAGPSC
RELSTPNQFDKSEGCSICKKTSNLKNVAGKDGLYCSVCRRKQNTPDPSFQLDGDRKTPAARTRSSRKREREADVGRTPDT
AMQIDSSDDEIEKTRVGVVERPRRMGLRSSQKARMEGYRVAYPSRTDSDAVEILPEDIDRLNPMEFLNDTIIDFYIKYIQ
RDEFLSPEERQRFHFFNSFFYKKLSEVVSLQKKKGGADFSKLRKWTRGTNIFEKDYLFVPIHDKLHWSLAIICHPGWDKG
TDSERCIIHLDSMSLGHDSQRVFRLLKSYLVAEWKHSVEAGENEADECIHTVQKLKADDIPCKKVPVPLQENESDCGLFL
LHYIQKFAECAPKTMKLVDLEGSWETVGVFGVDWFLPTEASNLRTSIQEHLQRLFDQEILEHAKSACEQVKEEDRLNEDV
PNDEGRCELMITVDRETSCKSSSTLRMIVLIFLPQCIVMNCTCQFWAARHTEIASTDRIC                    
>Php_XP_001773822                                                               
MAPARGDSKVLNFGDVTLRRSDLQRLKQPEELNDQIIEFYFEHLTSNLNVDTQSGSVSPLLLVGPSQTYWLLHCPSDSLQ
DSVKPMSLAEREMVVFALNDNPDPSAAEGGCHWSLVVYSRPQNVFEHYDSLGGLNGAVAVRFVNKIKLHMGKRAAQAKSR
ERETPQQQNAYDCGVYVMKTSQLLCNAFKEQQRAVTFADIVDSLRTQLTPASVDEMRTSTVKLILQLAKQSPSRAAVTTS
>Php_XP_001767413                                                               
MAKNVRMAESGETESSRSSEDFRSSNRGRGLRWFLSSCSQFQTVCYCQGLYVVRVPECSISSGCSQSAYLKCVQMRFLED
SDNVGVMPEVKRRKFLEFIDGNSSKDTNVPRNSKTTHYKNEEDKDNDCSKKCGKWESATRHRRRQKEENSTFERISSNSA
ATTTNDEPKLNQDSEAFESFKEINTSNLSRRLSSKSPASLTEQLRASDDNISTRPEFLNVVFSCVSVISGFIMAMCVGVT
VVLNEVYVGLKSLHTPQLGRENCCAVFALLVVKLTLHCGTDGFLIYLLLAFDLLQTHDTQSHDNRQMQRSVKYESDIIGR
TPCTAIEIDSSDEEEIAAHDTGSTINPCEQRCQPRLQSAGKRTDPEAVEILASDVQLLNPLEFLNDTIIDFYIKYDHRNV
NLNAFKFSCNSGSDLVDWVLGLSREKTDNFSKLRKWTKGINIFEKDYLFVPVHSKLHWSLAIICFPNHGPGSASGSERCI
LHLDSMNCGHDSSTVFRLLHRYLVAEWKYTFAKGGERGGNKLSRHMIPTRKVPVPLQENGSDCGLFLLYYIQKFVERAPG
TLKISDVENRLESIGLFGRRWFLPTEASSLRTTIRQQLLKLFAQDAKAQGIAFKSTMKKEREFMSCEADRNY        
>Php_XP_001766942                                                               
MQTGRRRSRRTATNFGRLRMRRILKTVKRKKKKMKKKKNASCEEEIDRQIDRTASTFSVKDIQDSGETAELVIVADSIGQ
RRRKCSKFSDPVDKRNNISLNESHNTKSRHHKGGGDGSEGSPQNLEEEKPSRENRPRQMAASAAQNDPGNDCQGFVSLNS
PYRDVDGLRTRPEIQSSVCTGLSTRSSVSKWMSLTAIPDLNTPSLPTPSSPVNLLHTSSASIGEKLEVFRGKSARPIRAD
QLRCCSICYRKFSNLSSSPRNTPFMCSACWRKKKSADLSFSLSSNFQACAVKSPITGPKQENHIQEAIGRTPDTAFEIDS
SDEEEGAANATGPAVNRCQSGLRSVAKWMEDSKIAYPSRTDPEAVEILASDIQRLEPLEFLNDTIIDFYIKLHWSLAIIC



FPNHGPGSASRSERCILHLDSMTCGHESLSVFRLLRRYLVAEWKDTFGGIESKENDNIDSFTCNEIPGRKVPVPLQENES
DCGLFLLHYIRKFVESAPSTMKVSDVEERLEDLGLFGRQWFFPIEASSLRTSIQEQLQRLFAENEGALDTSSYINLEATD
VCRPRNLEAEFGHFHDTISGRPKSVLELTLMRLNFNSCIGIITANLLLEVHAVLKPVTS                     
>Crei_XP_001703181                                                              
WLNDDALDAWVALLNMAAGDTYVFNSFFYTKLMEAGFDYARVARWTLPAKLPVWLRERNMPCLRAVRKLHWVLVVAHMEE
QCLVLLDSLFGNNKSVLENIARWLIHEAAEKLGERWCASKWRMAIAKPGDIPMQQGGVDCGVFVSMMAEALVKNRKFTHA
MCGIDRERRRMLCEIV                                                                
>Crei_XP_001702236                                                              
MLFALHVAYSSVSWQDRDTREQKRHIATAAAAAAAAAGAAASDAQAASAAAVADVVAKGAPPAGSSSTQGCHFFGPNFYD
KLFKDNVKKGKRGGGTGSSDGGTGNGDGGTGNGDGGAGKGHGHFVYKNVKEWTSAPRLKVAGQIYFRQSVLERRHIFIPV
HLDLHWVCVEVYLAPDVASSELRCYDPLMRTETDQRAKDAQEVLQNVAVWVESEAKAKMAKDLRLEPQWQATRWRRVFIA
SPKQRSDSNNCAIFMLAYMNRRSAGLEPNHSEEDADRLRIEMVYSLMQRCIS                            
>Crei_XP_001700494                                                              
MSILRLDRIFVPVHHGMHYTCAEVDLRAHELRYYDPLMRVVPLKKKDAKDAEEDAKVADDAAWALGVEVLGNLAQWVEDE
AKDKLGVDLEDADDQRWRATEWQRTYLVAPRQRDGTNDCGIFAMMYMMRRSAGRPLDFGEADMDRLRVELAYMLWQGAVL
>Crei_XP_001700172                                                              
MAPAFTLLAEAIRRDTFIMRVVYDKMLQLLDTNGEGQGGGQRGPRGQAAPQVWLRDTVALKEIRETFYVPGHVPGSAMLE
IQAGKVKDVACNMRQQKRARGAAKAANIAAAGRRTGRRRAQVDTAAAGDDGDVAAAAGDDGDAVPPAPARRRYTKRGAAT
AAGAVPKRPRSEKPHDLAAAGTGTAGTGGAAAGATARGQQAAAAAPSASARPQPPTKGGGEGRSRQQAAAAAPSVSGGPH
DGQAQPTTSQVAASQGTRLSQRLRNQEARRKKEAHQQAGLPGMPEAEEDGREGGDDNRGLGGAATAAAGGPNAAVAEGRA
EGGSSGGANGSAARHSLQQYHPPPCIGQHNSPLAAPSREDSSPPSNAGGSIANRCGTASAASGCAASARDRGEAARGRVS
QPAETTASQSAQSQPPVHVWQLLLTDRRPQRCPQRLVQSCVSGSRSCSCDGASATCKAASPEKKASQTVQSNIEMAKEFI
TQQPPTSRGYSRRISTLFNTINNFTTHKELDEPCNAINKLSHGEALSLLHPSMMTSSSMLAVCRTFRIKYKNTLFIHPEC
WNYIAPTQTGFDPVTKDGGSKLYNVLGIESLRSFDSIEVVVGMPLHWVVVSIQVASGTIALYDSNLSPLGEDDEVDVAEA
GLTWPDEDAPCTQPDVLVHRWLQTDGSFPGKEWHRRSFPFPQQPDGISCGLYAVEGMRARALAGGGDPDYSAIKRPPRVG
ADGKRRLQHVLDMEYKSKLHTQRRALLDELAAAAAPSVSGGPHDGQAQPTTSQVAASQGTRLSQRLRNQEARRKKEAHQQ
AGLPGMPEAEEDGREGGDDNRGLGGAATAAAGGPNAAVAEGRAEGGSSGGANGSAARHSLQQYHPPPCIGQHNSPLAAPS
REDSSPPSNAGGSIANRCGTASAASGCAASARDRGEAARGRVSQPAETTASQSAQSQPPVHVWQLLLTDRRPQRRPQRLA
AAAAPSVSGACGGPHDGQAQPTTSQVAASQGTRLSERLRNQEARRKKEARQQAGLPDVPEAEEDGEVRQSPKRGRSGALS
VWCRAAAAAAPSVSGACGGPHDGQAQPTTSQAAAARAATAGGRDAPRVEGRAADGGHRAVVKAAARPQPPTKGGGEGRSR
QQAAAAAPSVSGACGGPHDGQAQPTTSQEAAAVPSASGAELCVGEPQLQLRRSLGDLQGSQKDEVDLMDSDDSITRPPPL
PVYRAPYVDLTVYSPEKKASQTVQSNIEMAKEFITQQPPTSRGYSRRISTLFNTINNFTTHKELDEPCNAINKLSHGEAL
SLLHPSMMTSSSMLAVCRTFRIKYKNTLFIHPECWNYIAPTQTGFDPVTKDGGSKLYNVLGIESLRSFDSIEVVVGMPLH
WVVVSIQVASGTIALYDSNLSPLGEDDEVDVAEAGLTWPDEDAPCTQPDVLVHRWLQTDGSFPGKEWHRRSFPFPQQPDG
ISCGLYAVEGMRARALAGGGDPDYSAIKRPPRVGADGKRRLQHVLDMEYKSKLHTQRRALLDELVRFKGDIPF       
>Crei_XP_001699350                                                              
MSLGSRVARKPAAAAAAPQPYPTTHQALALMTAAQAMQQAVSLMAAQGGFAGLASGEHARQLALMAGTPLPQVPFARTLA
ADDDEPAAASRAEVDSLTARLRQAARRSSALLDAHAQVVSRLRQSAAADTQRKVAHIKTLLAYAPNPATDIKLTRDKLRC
LAAATWLNDEVINLYMLLLQDENKYNYANVRRWTMPARLRNGMQASGAPRVGGPVVVGEDRQCVQHLLQWVADESQDKLK
TRWDTSKWTVEFPKNIPTQRNGCDCGVFALMFADRRGAGLAHWDFDQPHMELLRRRVLQRLMRMRVDLY           
>Crei_XP_001697998                                                              
MLRLTDPPAQAVRLVQAAARLVRPAGRSGKRQSLRQQAPQSQEGPIELLDSDDDVEDTTAVAAAGNRGGAAGPGPSSAAA
AAAGGGMTTRRGTKLPGPARKPDLRGDYRQLHVMLAGLKCCYPPAGGKQSVEVLAEDLARLQPGEFLNDTCIDFYMKYLE
HQLPPDQRHRYHFFNSFFLKKLQEKPKSVKTADGQGGKSPGVPEQRRLAHQRGVDLFSKDYIFVPIHGYLHWSLVLICHP
GNIVRKKPYKAPLPAGEELEREEQAEQEEQGIGTPALLHFDSLDGACVLVESHEWEERAGDDSQPDSVPRRWAKSWEAAV
AAGLVPAPPKIHWAAKDLLRGVSLSGRLPKQTNHTDCGLFLLAYIEFFTAANPKVVVVNGCDAKDVLPFDYNKEAASPAT
FMKPDWFDRANTARLRDRMRALICGLMKQRLDEKLEADAAAARAMALTAVAAAAEGEDQNGDGDGGQEQVAEVAEAKAAA
DKARAEALGALAQDPKYVVLCRVLQEQERKRQELEEKPLDEKQPGIVYLQPKDYLHLRTVNPSGFDAAARRRGGAADDSD
VLMDSDDDEDGRDGMEDAAAVIVTPAKHYTRGAKKAVQAAEAGRTARNQKAPATAAAAAALTVDLSEPDGAAGAAAAAAG
AGGGGSGAGHDVVDLQDEGDFDDNSTEPDTDVAEAAAPGAEPQQQQQQQQQQQQQQQQLQQLQQQQQQQQQQQAAPAEDE
AENEDMESEDATQGDAGAEGAQPMDLDGGGGGGGGGGEEEDFGTEPDELAAARAEEWDDEEEYGDAVEDVFADDEAAEEA
AEAEEAQQQEQALGSGKKQRAATELEALPPAKRPKQGADAADDGAPAAAAQEAAGKEAEAGAHEAHEGPPSAAAATDGMA
ASSGGKASAGKSLKRRKDPTPLPGGPAAPSPAAAATAPPTGPDQQAVAAAQPHGERHDKSCESMFARLVKARANKPGSGR
TPDVAHGPAVLAAAALRGQAAGRQRHQDLPHYVQHHGQQLLRGAAAGTARLHVHFDDNGNPCDAPAVGVVPGMQAPLPDE
MPSLFNVWCF                                                                      
>Crei_XP_001693660                                                              
MKIPAACLARVDGGDIPEVNSLGQRLETPTQLEAQVLGLGAVHQYVYTLQLKNRPPEAQPVAVTVHGIAVANPPRQQLYD
MLPRHPDQLGETISLVCLDVVRDRRELEERLASARVLHVRTRVLVAWANYLADISTAGAVDLEALAAWQAQHPDDAVPAS
LVESVVAPANDCTEALVRGAFMHDRAGNSSVREANMGTDVAGATCSPAGVAEDLSVRAAFYPIGSAAGMRRMVETSAASV
EQACLEELEVVLPVGPPPTGPHEVRQPDTATAIEEQLTREKRLVYCAGGRGAKVLPHAADDVLAACFPTAFPHTAGGRRP
MGMSNTAFFRHVSARVPRAQFSGNLPMLARMLDVLHLEESRRNTFVTAKTCGKDVTTVGYIPRDIIKSVATVLALPRRHP
ERQAALKSSSPLVRALVTTMQRTAGRIDMTDAYYANAQSSLRFVNAAMGPPLLAFNINPADMHSGAAIVAAGEVVEFGDD



GAPARVDTVTRRWQRVKENPHACKALLKAVVAAVMEVLFGWKMGARQQENPGCFCGVVFHVTIKVEQSGRLALHIHGLAH
LAAFTVERMRELFEGPNCRALALAQALCAMWYPEPYYDPKGADVLVYGSYRPVGPSGGVVPWRVATISGSSGSPALDAAV
APVVEAGNTAADAMCDDLPGPPEVPPPAVDRLPPAAHDFGIIAGSRLAQGAAMAGGELGVKRLIRKRCARHLATVTATTN
THCHSDTCKRHGCAGVDGDCGMEYPRLVRRRFQWIGSGGLFALPRYGRNIVSHMPAVSMAFGANNNFTLACEVDRQLTEE
VATELDRPPVEQDPAVVAPVTMPAQLRAHLSSYYACKYVCKPVPSSQAANLIKALAATREFLAAPGAALGGYAPTVENPA
ARGFGNVMAAVNRLTISVTVGMAMASYRLGGDETIVTTYQTTILTHGAFAALAAAGAPGAGDSRWEGKEGGVDTIIVIPD
EEDDGPDAPAAAVTCVSHYRLRGPELDGPECSPFTLAMTYEFKRLKAGFHPAMPPAAKRPRPGSTRDVPPAVAAAVGPAA
GLPEPEDSSTAGNAAQQQTFRGTTTASRVVALAADHPWVTTHAHHRFKQARFVRLLGPIPRRPPADDCDSPAAQEYYAFV
LGVFKAYRTSPVPPGMTLRAAYEDWLQRILPSAGAEYAAFITSYLDGLERDHECRAYLTEEYNRRRREGRAAGRDHTSSD
HDTDEDAPLRQGRVQDVGGRDEEGAADGAGAAPDDSDEEPARGMAAAGAGGELSAFDLHLRNLDLMFDTGNEGRYALGAA
RACAAPDLQPNAAAPLGYVRAANLELASALRRACQELKNYRACNFAEAVAEVAGPVTGAAAGPSGSKPAQARTMRLARER
GATFAVISCEGPAGATIDTRLAPGSRPPMIKLPERPSVVDTINLFTLAADQAVPFMVLADCFNRRNSAQPGEPPQMKVMG
GPGTGKSQFMHALLWYTFQHDDPEWLATASYAWTATLAFTTPYHRSLSTHGMFGVGLGNVLAPRRQHEVRSNIAHGGIAI
DEIGYNSQEHLRACNRSAQRALDPPDHLDPTSRSLAAFVGRPVALVGDLFQNTQPKGTPIYKWAARVEADPSFSPRKLAA
ELAAAEEARKQAAASTASASSPPTQHVKAPVTSKAPSTGKDKGKHQGKGKDKDGDDQGQGSAGKVSGLSENAMTGFEVYR
TATDVFMLEKQQRQDSSQGGRDLTAYSKFFNGQRPADTSLIRAFVETLNKRAWARKFPRVVLQRNAPRHVINTRLMQRAA
QLAGKRLVVWNAAHVRAREKGQQEQPAPLSALEELACLREDENRFGKLTPDTWYFEGAPFICTQAQGVEAGSCVNNLVRA
VGLITDPREPPDTGRGTHWRLKYLPAAVLVVPVNTDTPHDILGDAFADLGTAGAFPVTPVTCKDAAKVEPVRGSGTIRVR
RRNLPLGDAFAVTDFFVQGASFGDRRWVVDLLPTPMPNGGGICTSRACLFVVLTRYRSMDDVQLLRPLFTNSLERDLVVK
SFLQATQLPDDLAAEDRLLRRQARATRLKYKHLFEQAAALEAARASGVPAEGVFGLPTPEKNAGDMAAASRSPMQLGQPH
GGVPGVGPHPLDTSPVASVSGGLPAGGASGAGHVEHSEDVDTACYLTAGVMRTLSKPGADVHCDVMEVLFRMLQVFNNDL
HGRRIQGVPRCYFMGTYFLDRLVPDLPHGSSVVFENVSRWTSLRSLRRNLLAGAEDGLWSVDRIVVPVHWPDVSAQEADK
AAVEEAAEASASAAVPATEPRAATRTSARLKKPMAAGHWMCGVVDLSSKRVEVYDSLGPSQDNAKVGGLLLQWVKLASVA
AQRPIAESEWSIVRPADVPRQRMRDCGAYTLLFAYCMARGLNVPARDTPIDMKAARQAFTYMLMTGRVGLRPLPVG    
>Crei_XP_001691468                                                              
MGKRQRQRAGQPEPETSIRHTSSLQLGCDAHKDGPRDLKRRFQSPDAYVLKAGTAKLHKGHTGGDVAAARSIRSSAWSWR
GGPKHSNSGPAVAASPAPSPWNHVSSKAVPASALPTLWLGVGLLPSAKAAVTAAAQMLRSAVAWPTPARHDGPAQTQKQK
PHGKGGHAAATSAQLAPSISKFLASNSRSELALHPPNSKAARADGAPANTLDLTAADLRRLLLPDAWLSDQPVNFYMLLI
RAIAEPEAKPRAKPEAKPEAKPEATPDAKPEASWCSKPGVQQPLDKQQLKRERRRKQKLARKLKKRAQAALKAQPEQRSS
ADGRVEAAPEVVARKRARVEGSVGAGPALAASSEQLAPTTEQNRAALDYEGVRRWTLTKRTYSADCVLERELLLFPINHG
NTHWCLAAVWPRRRLLQYYDSLGGGAATARWVLGSLLRWLAWDLQLDGTSCGLFVCAYAELLARGVTPERFRFAQSDMSA
IRRGVAEQILRSSL                                                                  
>Vcar_XP_002958209                                                              
MTDWSSSFTNSCQGSLSKVHPTVIVSKPVCRQAHQHHMWLWQRYCGQGAAKLTKDTTLAMLAGVICTFPPRGGVGSITVR
VEDLMQLQPDEMLNDTCIEFFLKHRFAWGPLFDGTLLEPTSRYIESRLSADVQQRFHIFSPFFFTKLLEKHSGLAGCTLI
AEEDHNLVKRWTKNVDLFSKDYIVVPINGQQHWSLVIICHPGSIATWIQENLLPAVGAQQACGVLQDATCVKPLMLHLNS
MEGTHDSQAIFAVLRGYLALEWQCKMTDEGLDSVPRSCKERLAAADINMPDFGLYWSEVPGTSMAERIPSQNNTVDCGLF
LLCYVDFFMSANPRCVLSKGSSAPDVRALDPRPEAADASTFMCKTWFLPSNASLLRDYMRVRIMMLMSDTLPPEDKRREV
LGFLVEEYNKKPEEIGQRYLHPVEYLENLRKAAAHAAVLDAS                                      
>Vcar_XP_002958029                                                              
MDDLRAFGGKRTPAAKVKDPGQYGRWLVPVNSSNTHWWLLVVDTRACVMTVYDSLEAKPAWAHTRVIKMVSRYFMPVINP
AAWEIRHPDVPRQNDTQSCGYYVAEFGQRLCTGQSVGASPVNVSEIVQTVLSMMLGFNVRKFGA                
>Vcar_XP_002951993                                                              
MVCRHILENLPPEVRSRYHTFNTFFYDKLKQEADVTNWTKEVDIFSKDFIFIPVHSDMPCRHWSLAIICHPGNVVHPVAD
RNSAGEPQHNGGGRALILHLDSSAAVTSWWVQIAYAGSGYIVHAVLETHTVMQWRFRYCDQPR                 
>Vcar_XP_002949853                                                              
MMPFTAPPSSGRKRRAEAHSLVEMCLTSGRRAFLSFVWAANLLRSPKRRRMVGGKVPWCCFNTLQHRYLHQAVIKASKTS
RAASCVAAARTGDRSMPTRRPRLERDASPTLESLKDSVRTTLATQTSDVAALSHSGLQLSDASAGASSSLTEVPCQPPAS
VPLPEVFPHESDMSADGSWRDSLGPGEARELPAALLVARAGTPLLSAYQARRPKPKPSTCVAATPVGPATNLQPLHASDL
ARLLGNNTWLNDEVINFYMLLITGPASSRKQAVVSAVAAAASNRGAAAAAAAAVAAAGLGAVAAAGAKRRATQQRKESMC
TAIEGDPAAPSEAVCVGTVAAAVAAPPPPPAIASSKALEVPPAPPGDFPSLGGGHILLPPPPLQQPQQQQNLQPKKRLCS
VFAFNSFFFSTLTGRGNRKCFKYDDVRRWTLPSRTYTADCVSSRDLLLFPINHGNCHWCLAAIWPRQRLVQYFDSLGETR
GTADWVMSTLVRWLVKDLEDKGVTRGSVVREEEAKAVAAKDAAAPPGGAAAAAAAAAAAGPGRRRRAHAGSAEGVAADAT
LDHSSCGVFACAFAELLARGVPPAAFRFSQPPCIETPKNPKEGVNINMTNRMKDNAYTAIKAIVPYPRIK          
>Vcar_XP_002949055                                                              
MVDFRPNSVLVIELPRAKLQCMDLGVWLNDEVINMYMLLLQARDTRLRRAAAAGGNAAGGSASSPYTPPRCHFFNSFFYN
KLFQGAYNYANVRRWTTPKQLSNKLQLDRIIMPIHKGVHWTCAEVDLRARVVRYYDSLKGEDHALVRHLLSWVSDESADK
LKQRWDTSKWQVEFPKNIPEQHNGCDCGVFSIMFADRRGAGLPFDFSQRDMPLLRIKVLQRIVQMRVD            
>Vcar_XP_002946256                                                              
MDGTKVGSNVGWLVGRLRRLRRWRTFDLRGGQGGAQPSRQGPRFNSITEDVDRTAWANRLCVHFATCVWASKKQSRRPRI
QAMGTRQTLLPCLYLSSRTSRLTSRNSRARYRHVVMVPAVAADSPCPDKYGAGPGQPATAARGHGQQQPRKCSFCNKPIT
LIGPMRPGDNLTCQQCRQVAQTGQAASMHMQAPTLKHQPLRGLSTAGPSFNRLANPRPMQQSSFYGSGDGGNTGGRGLDL



RAPIVNIERLTWWTAAMTTVVLTRMLPSASRPVARQAPKNKFDKLSAQVAGLKCCFPKEGGKHSVQVFAEDLARLDSGEF
LNDTCIDFYLKYIEAHLQTEIRRRYHFFNSFFLKKLQEKPAKGVKLSKAERLKLDHERVKKWTKHVDLFSKDFIFVPIHG
TLHWSLVLICHPGNVVQQADHLRPPEGGPEGSRDEGGGAGTPLLLHLDSLDGNHAPKAIFEALRSYLEHEWRRNMEDETQ
DSVPRRWKARFLAAGRDVPEVRFTLQTLPGLSMAARLPKQDNHTDCGLFLLSYVDFFVAANPRCIVSEGSNAQNVHALDP
RSDAANAATLLQKNWFHKCNAARLRDHLRALVCKLMLECVPAEDQRFKTLECVVNSYAEKPHEMGQRYLQPEEYLKYVTM
RPNEPWPILDDGVLSNESDHEGHMEDPVVVLQNPTRHMTRLAAKQAGVAPAAALPTSGNRRRKGSAASEAAPAPPSQPPG
PATNPESVVDLSTPDKVGDVPRATAAVMAGPTEQAPAGGSTAAAAGPQAGEAPPIARAKAESMEIEDEEHEDDEGVELVA
VSHGPASGGEARSDDQPAAKRPRLLAEAVPETLAQVPATTGRGAAAKVEVEVEDLGASSSDEDKDSPPRRPRSRWSTGRG
CKQGDLHGAPPSGSVDDVGADGQKVAGQDVPPSQEDPEALPKHGAAAAAIAAQPVAAAPPGGVRGELPCPDSGAPDEGGG
ASGGSRTKKFCRKVKRGPEAPGGTAPPPGGYRRGLQTEDTGVASHAQVEQPPINGLVLGDSEDIGEDDINQDPAWLLEHQ
ARFNLSAGGGGGGGGGSGGHESSSGSEDERGALQSVADRGREPGGRVKPHPPDPQQKPQRAGCGPVADAAGAAGPPARGQ
GATLGGPCRKHTRFPDDGAEPITKMVPIRPEEAPPPSPPPSPPPPRPHTGAAQQPQPQPQLEAYSIEDSDSDNNPDRAKR
RRCGEEDAAMSAYPPAMESSAHWQVSVVGVGDSQAAIDAAVDGALQGTPQGRCTLPVTHQQQQEQPMSNGQLSEQVVASN
RDVPTPGIATQAHQPIAEHIAPGPAVATPFTACRKPALMVSRFAQKHLSRPRAAHAAAAAAAVTIAGAAAITGAGAAATA
TRAAASADVKGAAAATATTHTHTHAHTARQPLEVVAASASAARPLDVSGAREHVDAKAISRRDVDDDDDEEEEVEEVEDG
PYADDLSANLDYPPTRGAHASTSMRWSAQESPPLSSKRLTAHGTQVPDLSRPANGSQAHGAQGSHQQQPPPPPPPPQQQP
HDHVYQRQHQHHTGDPHVPQTHQAGPVGSLARMIHALPALMGEEGVGSGSQGFSHGGDVGTTSHGAASSALPQPSGSAVS
HQRESFVDTQLCGWNPQSLPPFLPPQLQQQWQQQRVLPMGLLKPVYPNTRTARTAVADLPAAASHRHKDLNGGVRNQASE
APSWAGDESQGRTTDGHAVSVHRPASFGGGAEQHLQGWADTPRPPQAAKAGVNRIRQEADKVKKRWRTSELGRGTQPLPG
GVPWHLPGPELETVAVTKGPLPTATQPAPAALYAGTSCTCQPQEAGPSRGDPHTCVAAGPSPTGGDRKRRRRSELDSLDS
QQQLPPERGDAGAGPGQPHAEGCPHNQPKWQSQTELQQQGGGERASVASYATATAATTSPKGSQPQPQPQPEQLGEESPT
LSPQLVLVLDCGEGSQEQQQLQQDQAFRLVEYGGSLTADDAAGASQSLGGEALSPGGIPGTPSDILTERDGTGTASPAQQ
TQMQTQTQTQAAASTRGALHATGPLVAEDAFRSLRWREVANACTMLAVSEAAAIGRVLFPRPDSAVQTPGAPTGPTAGPT
AGAAAAAAQGQGPTTASAVGPGGPSSSCRPAAGAMQCVSRLDLTEKGAFERGDPPAAAGRQGAQGAGAAQGLIRAEVGAA
EAAWQAAAREVAGRPFADVAAAAAATCGSIGRGRAVEAMPSDSLLFSPGSGGEASGLTISIGDDMEENQAAREEPCKDEQ
VSGGGDGGGQPHLRAQAQGEGGSSGQGVADGGRPAGRGTENESAGLEGSPEEEDSVDIVEEWRPGDATEEDSSDAFVDGR
GTGSGRVGSVSAMKHKGPGRGKQAAGRQPTEGSRRRRSESATGRSKSRKAGQAGGSSKPSSSTKGVTLSRGGAAAASRGG
GKPQNQRGSLAIDALTGPMDAYYGRAEHARRNPKSTDAGPPGTGQSRDEPCDLTSE                        
>Cvar_EFN57817                                                                  
MQEAPQKGFVAESAAVAWVQVQPEMDPYARRAQQAAAAVPPPPAVPTPLDELEASLGPADRARTEVALESLASLESRTPD
WKHQTVDELKRDLEQRKSKLKELRLKDGGQKLELSHARMERYIRLREEQERQRGQQQEEQQQQQRQQQQQQHGTTSDWLQ
RARANQEEAEAEMEATAGRRQVVPAAAGPLGRNRNFGGLSYGHDGEGMAHSVPLVASAKLLTVTSKQSKQQQAPRPQQQQ
QQRCTRTGDEIQLCFSCINRNPDLQPIPNRPRRQSTIEDGLAAQQQRAAPSRPAASKQQQGRMGPLNLQPVPPAAFHSQL
PAARNASVWAGAGGGGGSAAGGSRKPKRGKGAEDEEYVPGREAAQTLHADEDDSDYDWNSKGGRKRHRQQGRRSGSRVRG
GQQDAEPVCIDLLSDEDGAEHQHGGAAGRAAAGAAAEEGPARRARPARAAAPRSSADRFKGLTCLYPPGGGAGAVEVTAL
DLPRLDPDEFLNDTVIDFYIRWLQDRLPQEVQQRCYFFNTFFFKKLTEEQGGVLPPEVEEWAKQEGIKGPKLQALRNHQK
VKKWTKDVDLFEKDYIFVPVHEALHWSLMVVCHPGVVSPPDTVQIRPGDKTACILHLDSLSGSHRSLTMANRLRLYLQFE
WHIKSLPTAPDGGVPKRWAEAHPGQTRCWMPTSFPYKAPKVPTQDNHCDCGLFVCSYIEYFTHRLPKAICWPDIDTLKGY
AKTNRDLFDGTPDCVPGLLTQKWFPSGNPSHLRYQIRTLILELMAERCGLWDRATGGWKDGDEMAEEVKRELLELEHKAA
QYILPDSGAAAAVVEKQERQEALERRQLEQAAREEDRKAQRPQRQEGAAKGPAAPGSRADREIQAAAAEARLRRLRQNVP
ERAPERDAGMARHLFDGILDVAAQRDSTEEEESFEQLPDKPRQRLQQRPRQQFSPGPQQQQKLDDWADEDEGGQGGSMPD
FDPGFAVDLSDGNAEEPEEPQGAAAAAAGSQDDCRRSASPELCPVPQPSPASASGLPGMSGSALPSRGAGQLKSLSRRKR
RQVLDDEQDDDSTQPAVPAYGAAQQQQQQQLQQQARFLAGSPSLGGGADASSKEDEDSELDIVGDDGAAAKPWPQLEQPV
AEHPSRRGPAGMLHLLCGPAAHANDARQDDSWEEAGPGSGSKRARHQHQHQHQHQQEAVADEDGGGEDEVLDIDGSSIPA
EQPASQQPAAAAAAAAPHVQQDGEAGQDAAAAVPASSPVAGPVGPPVHASASGCGLVAQQMEHLHLQPSDASRPPAQAAA
ARLQQQLEQQRMQQAAAAGAAAAEEVHDLTIEDAPPRQEPPPAAPAAVLAPQPQQELQAEQACGGRGAAAAAVGSGGSGE
RTLAAKAQGQQQAQQQVQQQAKRKRKSAGPLRISEAAQTVGGDQPQTWNPHLLVGGSQEAGAGPIQGPAPQAVPMRQIVW
GQTPAPEKGTGSTALKLFHHPHGPQAPGSAVAGGHLGQLGQPQEFHQRYSVAAQRQQQQRAQGAQGSSPRMAPASGDPRL
AAAAAVEAEAAVYAALPAAERKLQQQQQLASKAGGGHATSPLHPDQVSQMLQHVNAYNRSLPHHHQAPASIDGAQVKHLT
SAFVKQAQRLKQHRRAAKHGRPVRPRSAPAAPPQHQQLDAAVDLTGLDDD                              
>Cvar_EFN54335                                                                  
VLSYGDTKLRGRDVDLLEGPHWLNDMVIGFAFEYLAREAFPQPGLLLIPGSATFLLANLGRDGSAVVLEPLRFVAAQVVL
FAVNDNPDVEHAEGGSHWSLLAYCATDDTFRHYSSLQGSNHRAARRLFEAARRPGSTLCEQATPQQRNGHDCGVYVMALA
RLLCQRY                                                                         
>Cvar_EFN51485                                                                  
MAASTDNEEDSEMASSSSETSTSSWSSEAGDSPRPAAASPASPATRRVPPLSLRADLAALSRGDAAPDTPGTARQLGVPA
AVPAGLPPGPAPRQAPSLVHVPPLTLAVPASHPQLQPSCQAAALLSLDILSPAFSLREQQQAAGGSDCDQLALSCAGRLG
VPLERLRFFALTQVAGLQELPPGCSRVALEVLDSRFSLSALEELVAENQRLAVAGQSIRGQQQQPSEIHQLEALMQKLQL
ENSMLHQQLDRSEALRRKGAQALQELQQGVRHVREAGPSHSKLRLTPAIQQLPPQLALGQVQGTFTSEDRYRELVAAAQL
ATRRALQAQERELYFVQQAHTALEHGQPQRVQLLEAEAQKEGPPSEVLVDHARSSIQVTRKDMACMAPMQWLNDEVINLY
ISLLLERDAAWRKQGTGPRCHFFSTFFANKLYKDIGYNYDQVRRWTLPKRLAAAGQTSESILDCDRIVVPVHQGVHWVCA
VIDLQNQKLVYYDSLKGEDHKCLQQLALYLRDEFRNKRNLQRDDVLDWPREFPKRIPQQFNGCDCGVFTLLFANYVGRAA



PLDFTQAHIDNFRPHAAEGVTERDFDFEAAFEAAFQRLAGTPCKVERIMLVGLQRTKAGVVQAELLRVKGARTLEEIRDA
ALEAYESLMALDVFDGVDLVVAEGANKSGDTCTVVARFQEKGMVRLHAGTYVQGTEGSVETSLNLTNPLGYAEHVSLGVE
HGSQATNIYTLALTKPKPWGRSLLLDARLHQLGHNYQGWSSYVELVRGGALTLSSEDGCHALSYELGWRQLADPARTASR
AVLGQLGDKVLSAVKYVARGDTFDNPAFPTQGWGYRCELQMAGLGPDTNLLHFVRQHCMGKVAFPMSASGGAALTVAAEA
GLLLPWGARAWDTPTCISDRFFLGGLGGGALRGFAQKGVGPSEPRRPAGEAGNTNQQSPRVPPRRDALGGDLFCSLMAAL
NFQLPFEAMQAAGIHGHLFLNGGNLVALSGIGRSLQSAWRDFTTTFRWSVGAGIVWPTRIGKLELNVCQVLARQPFDQAR
VGLQFGFVPPT                                                                     
>Otau_XP_003082652                                                              
MELLDDPQRFGGKLVFDMRPCYWCEATFDNSNDLYGHMLDCSYRDIDWNEEKVREWCSEQQWQRSRKFEKDVARLEEKAS
YCEEMVKVTEDFLRSVHGNTKLDVQEKMNAVMSPVRTTLPSWRTWKSEGTEDIELETSLRFLRGGPEAWKLKSFDVQLSK
EDMDRIDAALVRFLDEGEKSELVAQIQLPFSATVTRESLQTLRPNSWLNDEVINFFMSKHNLYVARHARLERLPAPVVRC
ANSFFFTKLNREGYSAVKMWSRAGRRTTHAWLESKYVFIPINIRNAHWMCSVVDVQSKVIYIIDSFNDEYHDVGDKLLEW
ICEDGEANEISVGRKSAWKIVHKVLPKQMMQKNGSDCGMFVLAFCRDLCMRMSISPGAEPPGIVFTSESVADKRRRAVHE
ILKMGIQGRIDTTRPHVACSPNEKTTLQQVVDVKSPLGKQFYRDGATEKLPRVRIKQGRMEKQMVVYQPFILVLMRPAQE
RLLWKYGDQRCIQMDSTFNITRSKFSTFTLIARHPDGFYMPRAFFITSDERQETIVYCLQVIRDKINKKYSGGTWCPSTF
MVDCCWAETNAIEQVFPKARVLWCQFHVFQAFNRNITSKLAEKQGEKASIAISPKERGQIKKILWKLVKETFQDDDAWDR
AYTSVLELCDHKQKEIDKQFGDAAWTTWRSFRNYLETQWGRHRKLWARHFRSGLTYGTQETTGSIESFHGRWKARLLADG
KGDIRSRRMDWLIHHLQHEIIPRYCTRFSVSYRVNYSGEVHNVSGLETLEDCALDRDHTQVKCSCALGRNGQVCAPKMKA
MLMENELWTFKALNIQCKPDVVERTEFDVDVPMIQDDVEAFQPTHRRSLGAAFDNVSVKSRCAQITADLTQVALDPELTL
EPDEAAHIIDTLAKLQRYMHNLKTHREMSQSMSKNSKMDGDGVIGMSNLVAIPMRGAAGDTALSRKRGWHEKMIDEHKRK
ASKGEQISIRNYLL                                                                  
>Otau_XP_003082287                                                              
MTSRELTWKLTRLEKCADALRGRGKAVSAKLEQQMAYVRDAADVAAREERRGRERASMEFETMAVRAERSPLGKARSMGG
ERRTSVDFERFAHAREATPSGRRASEVDDAAAAVARTLDAINHEHGLGGDIKRQWSEVGVRSNGQRQLDAALGRESEPKP
RRGDEQTYYRRATRTTTNAIGRLFGLSSKESDEKNDRGGVTQSDDRPPAKRRASSRGKKTEPIMVDLLESEEERGEDDLE
TSTKVLDSSDAVTTSGDELRRSTRSSRYRSLQTELGNLSTMYPDAKVKGAVQITLGDLENLKDGSMLNDQCVDFFLKYVQ
IETIGKQFPDVLSKVHFFNSFFYQKLAQRNDLESGVDAATASHARVKGWTKGVDVFEKEFLLIPVHSGLHWSLAIVCYAG
FDQSERDPMILHMDSLTQSGGHNSEMVAKNVRRYLNKEWVARGKGDEEDKFTTKTLPCLRPNVPRQQNGCDCGVFILAFV
EKFLTEKPQILEESQVRLATQRRIFGTTDTDVFLRKNWFPNECVDELRIKLTALIIDCVAASLEDNDLSKITLKEARNHH
LKELDHRQLMTKRAESRAEKERHQRIEAKEEQARLKLKAQTLDSNDEKKKDENAAQAENDEDEDFNIGIVEDHDRSRSQP
RTYTKTTQSTFLGSNWNRANDKTSVGGSSKNVVAFSGQSYRVGSYNSSVKPAMPKPGGPGSSASDLIKRHNRSQARLTEE
RLSERKETQQKIQQYTSSGGTGDENGDPKPKAKNESTLLDRLNARALPLHCASPCSLAPVSSPTAPSCASPLHSLVSRRT
RKRNPLYVRCPSKPCGLTKRCPRPRTTNSLDGDDVRCARGPRNASRVERAALMSILATHRVQIPGGSSEANELMDDLLGW
KAESVSK                                                                         
>Otau_XP_003078231                                                              
MGWLDKTHTQSSLQGVVARRHIALATRMVLSHRSHDENTPTSDRAGVRDDILFRSKLHATPRSKLFADPPSAPRASGTLG
AAPERELSTLERCERDHGRVGVGRDEIDHLTPVLAPGGALDRGSPWSERAAYARAHPYAIPPRRLGPFEDVAGVSGRSRA
LERSKTITDDGREARREARESAWRRASAVGTPRAAGSGAIVYRGYGGSTMGGAPSGLMDTDGERGYGGAATFKRFGAVNI
FGHALKKYVSSVKKWDDAGSLERFKSMISSFENGTMVGRAHAEALEWERSRQRTASREPVESLSAKHSATIRDMQESLRL
RRENLRQVLSSSTASALDEQLERLTVEAQEAKVKRLREKAARKFLKPLTATQLEAVKDALRAPSSKILAKASFVGQGALE
ATGKDIATLKKGTWLNDEVANFAIGMLSRRVMESRSEGETQPRAHFFSTFFINKLYQDSGRYEYSNVRRWTLPKRLKYDV
LRCEKIYVPVHQAVHWVLAEIDVREKRISYYDSLLGESAVTVKNLKRWICDEAKNKLDEEWDPDEWEECYPKSIPLQKNG
CDCGVFMIKYAEYLSSDAELAFSQKHMDYFRDRLVSDILDVGVDDDA                                 
>Otau_XP_003074723                                                              
MLFWADAYCLPIGGHRRLDVRPRPEVDRIDAAFGRFLDEGEKSELVAKIQLPFSATVTRESLQTLKPRSWLNDEVINFFM
SKHNLYAARYARLERLPASVISAVEMWSRAGRRATHAWLESKYVFIPINIGNAHWMCSVVDVQSQVIYIIDSYNEEYRHV
GDKLLEWICKDGEANEISVGRKSAWKIVHKVLPKQMMQKNGSDCGMFVLAFSRELCMRMSISPGAEPPGIVFTSESVADK
RRRAVHEILKMGIQGRIDTKRPNVACSPNEKTTLQQVVDAKSPLGKQFYRDGATEKLPRVRIKQGRMVKQMVVYQPFILV
LMSPAQERLLWKYGNQRCIQMDSTFNITRSKFSTFTLIARHPDGFYMPCAFFITSDERQETIVYCLQVIRDRIKRKYPGG
TWCPSTFMVDCCWAETNAIEQVFPKARVLWCQFHVFQAFNRNITSKLAEKQGVQVSIAISPKERGQIKKMLWKLVKETFK
DDDAWDKAYTSVLEFCDHKQKEIDKQFGDASWTTWRSFRKYLETQWGRHRKLWARHFRSGLTYGTQETTGSIESFHGRWK
ARLIADGKGDIRCRRMDWLIHHLQHEIIPRYCTRFSVSYRVNYSGEVHNVSGLETLEDCALDRDHTQVKCSCALGRNGQV
CAPKMKAMLIENELWT                                                                
>Mpus_Micpu48051                                                                
MAPRRSKSEVEADLDAVRAKFTEKFKKASEHYHQSQHLTCKELIRRRDGYVSTIGKVKAGTDLEGLQLTVALFDEMIPLK
EELHKIQQHERKQISSPEDPDFSPESNPLARNQSWKNDAAKQQRLRQEAKEKEALEAAARENLFKSRRGKGVASRNSGFP
LHLEGGPQKGMTVVEQIAGYTKDKSEDFRAQKRMKPPSVYPGVDADPNWTSGSKPKRKAAAAQATHEPIVLSDDDDNDAG
AGGRGTGAQFEPEVTMRSSRPTRSTVKVNISKQIGECSASFPAGDKEIDPVTLTSRDTIALEEGEMLNDSVVEFYIKWLQ
REPKFKANVGRCHFFNSFFFEKLAQVYDCEPGMRQRAAHNAVTKWTESKKRRVNIFEKDFVFFPIHQHLHWSVVILCQPK
LVNEAMDLTDEKNTHHPAPYLLHLDSMSGGHKTSFVCGKLREYLAMESPKKSSRHCRLGRKHRAMRSNGKRSSLPWKTSA
STSRLTRSL*                                                                      
>Mpus_Micpu58127                                                                



MDDRVLDYHDILLRVRDVALLRGPQWLNDQVLSFYFAHLQNDGRSPADVAFVDASMSFLLGNLSPTEVSSVLASTKVSSA
SVILALVNDECDVKRGDGGSHWSLLVFRKGIGWSHYDSSQTGGSRANKANANTLAAALAPYVRSGDGDGGVVNHKPPDAP
TQVNGYDCGAYALATAEAVRDAHVEVTRSHRSGSRDSGCGDAYDERLRARLRDITPEYVAEFRRGILSLIEELAEDDLSI
*                                                                               
>Mpus_Micpu192563                                                               
MALAAGGGSLRTHGARAAARVVVVADARDDETRMTSFLDRLKEFGGHVARELILSPTPPANRLRIERSAGAREVDAEPPR
VPSRSSADPAANPYARGGPGGAGGAARTRDFLARATSASASRPRHHPYGSPPTSFGGATASRSRGGAASAFGARSPRAGR
RSSPARDPLVTSVFGGGAARTYGVDAWRGGGTSAAAAAVGASHRYPTTALDAFASAEAAQRDADLAAAAVDTDEPYAPHT
ISKPLLPRYVRDAEALIDLTFEESARKAAASRSRSRLGFRGRATGADASPAAQTAYYEQQRSYSSYSASPAPFYAHGPRP
IGGGGGAFGAAEYDAEMTRDIEIAEEAARKATAREHAAIVARAGASALRVDAATPFAEKLARRSRFDARYHVASADAGKN
DDDDVRSRTLGRGFGGALATSQLDRDFRAFDEAYVDLPSLEAYKARVAELHGEKPAKKPAAAAAGAAKKKKGRGRPKKKT
PDDDDDDDVDVDPITDQLFDDVDAQLAALRRGEVAALGANRGDGAKTTKTNKKNVATDRTALSRLRAAELSLEVRAKNAS
PSAPVDAAREADLERQIRSLLLEQSDLEKTREEVLSAAKKAAEEEKAGPDAAAVAAMERELLRPLTDEELGLVEEATDGG
GFGGEVLASGTFPGQGALEMTRKDVGTMASGQWLNDEMCNFTVGTMARRDLERSGGTQPRTHFFNTFFIKKLRDGGNGYD
YNAVRRWTTKKKLGYDALACDKVIVPVHQAIHWVLAVIDLKAKRVTFMDSLHGGDHGLGKDLIRWVKDETKNKREIDLDT
SDWVVECPKDVPRQLNGHDCGVFMLKFADYIATGCPLTFDQRNMEYFRRRIIADAMACGRE*                  
>Cmer_CML324C                                                                   
MPWTLWSAISRVLGDWVWRPEEAQACNATTLGTAETSANTRDVQPARREAAVFPQLRVREAPASTCVVENAWRSLDTEYV
PNTCLFGALSASGAEDARFSAVGRSEAAALLCTGSAYGDNRVLKPDETKDSIEGDNHESSKRFAVPARIPVSSVFAVHSR
RPGLGANSTDDVGYRDMSAETLVHENLSRSRRRESAAERERLLRRLARLESSVPPAVSYAREPAFRTETTTAASRTSSPA
VLRQEYPDARSRDVDRVSPDTSLVRLRASAALLSSYLDYTRRLGTQKHDERSRSEAQAHTQSPESEAQVVEIIDISDDES
TVDERDLAAAAATAAAAHERWNTSADPSRRMHVMIPDKGNKALHRTESENLIAGPVRAEIISTLQKCSSLTSPVTDVAHR
VLEIAWNSGLDVREPLVSHEGFKLTRSDLLRLRPGGWLNDAILNAYCQGLLMERQTREGTRRQWPRCAIFSTFFYTRLCN
SDRLGDAYDYNGVRRWTRSVNVFELDRVLVPINLSNTHWTLALIEPHSRKLTYYDSMGGTGKGVLQTLRRWLCDEAMDKL
QLRIDEQAWTLTVPKSVPLQTNGNDCGVFVAAFAEHLTRTAPVAFSASMIPHFRMRMCVEILCGYVPP            
>Cmer_CMM297C                                                                   
MFARRHSRRLRRFRRRALSRKKHRYRLRARILSGCQVVDRTAYAQELFYRGLPGSALMHPVTRFSCTSGDRHRTGQQCRH
DARFPLKQRPEKSLRREYCAFALDIRQQRAHREPQAAHPAVTRATRHVHGQNLVQWAWSPSNRDRVLTYITDARIGLRGN
DLQRLQHPNWLNDEVINAYLGLLNREYRQHGVYCFHSFFYTRLTSPSYCFAYVRRWTTRARFTIHRDALLLIPVNIAQRH
WVLVAIDANRRELRCYDSMHSQDGWCVLPNLRHWLTDECIDKGVEDPWLLSDSWTLSLAHEHERIPRQTDGGSCGVFSLL
FAEALAKNWSPARVPSPGKPAPLPLTSLRFQFAQRDIPELRKRLVMALLRQQSSLDAPEASVDRISR             
>Cmer_CMR366C                                                                   
MEPNSRAPGTSKTLHSHGEIESSAERVVLSEIASDASCHKRTYKKTELRRAIIRSVCHQSKEDGAEGLPLQPPAGERLSE
QADRLRLGMPRRLLMRDRSGKASRALPTGCESTSARYRAELAGTLESSSEASAAQPAKWSPAKSFQTMVRHLSGGVGARM
DSHGCNVWLLQSDEGHSQGTSLSPQAVDCSRENQSSPIPLPSANCVQIPAEEPAVCPHEPTTSDTLSGPASERKSPMQVD
NYLETAPGTERRSKRIHRRKESGDTEQRDLFRFPEQNPGAVSITLGDLRLLQPGGYLNDNVIEFWLKFLERYRIPPYRME
QLHFMSTFFYKKITSVPQRSRSDASLAEELYDYIALRWFISRGVDLFTKRMLFIPIHHEFHWSVAVVCNLDAFANGWHSE
LDCECRHKPCILYLDSMRSASPGGMTKSVRSFLTTYARVRAATMCSTGVGTTRKVRLCSAGGTERSTGVRSADSEFGSTD
SAGHLAMHPQSAHPEKMTAGDDLRGVRPAAAHDSPESPLRTVSTAGDQRDADERSGDSFVFDGENLPLLKPKVPLQENGM
DCGIYMLMYIEHLAWSSPESYQLEYLNACTSKLFAASDADAYRLVIERVIRGLASAHGIENLPEYDVEDVDLLDAEDV  
>Cpar_2199Contig14001                                                           
MAIFANCKLKDPYRYPECKGLRNWTRKAAIFNTDYLFVIIHSENPLHWTLAIVCNLKEFGVSDVSQLELHKRPCILHLCS
LGLFNELARAALGHIEYVKEAWKDYCAAPASISSGSRSKALTAQAATPARSTGLPAPLLKVHVKVPRQADGSNDCGSSVL
VCIEQFLEQPLDLAGIVDQADHGRRILVLEREDWFSKDIVTRKREEIKKLIQNLKKAAEVDKRRIHDQDAHHSDVAGRGR
RQANLATDPQPNGRLAMQ                                                              
>Cpar_4133Contig25612                                                           
MGELGLLQVHFPVESRTREGDSADHWVLLLIAPRQRSIRIYDGGNRSRPDRTALGLDLVRIWLRRDDEPFAPPLWTSFST
DACDGPIQIARSSCGILLLMTAYVLSGDPSTQRLSTLIRDFPERLRTYTHFIILALYLGTTEIGSAPFPPDQLAFATPET
ACVPTLGSRRRRTVATLHHGGMLPTPPDSEIDDGGETRLTLEDNWQASDSEEDSLVAHSCPPSPTLITLPDPAADPPPKS
DEAAFAQVVGKLQRERRLHLPRAEILSNLTRPASLRAAEVATLAEENSKSPPPAPAPAPTKKDRARARRAPGAELVPNPA
YDCYNDQADRLAKSCNDGPFPALLYLPAGCGSTTPLIRYGTKPGSAELPTGTERYAGHLLAYRVNGDPRKHMDEEAHLVD
FIQWSCQLEAGRLLRFTGGQIDAALSLMSAHRKDGRRKTQAGVQLRATRSKLLTASLATLRRKTSITSGYALLLLLPSTS
FA*                                                                             
>Cpar_4380Contig25884                                                           
MAAADYIASGYISRMTGTAPGKLSRTILPAIRLRYAAALYLSDLSLTGQGYKPTKPSFPADWSGPTHGHQSEFEVDLPTA
TTALPEPPSTPVPSFAPAPAFTDMPSPIPELAACSVSPPTPPPVSSVQALAAGPQRPRKPCFPKSASSGAQPSTETSPAS
TQTYPLRQEADALDIGPSQALYPVEFRIEWSMPSSTGGDVCFLPTAISTAGADPADHWVLLLIAPRQRSISIYDGGNRSR
PDRTALGLDLVRIWLRRDDEPFAPSLWTSFSTDACDGPIQIDRSSCGILLLMTAYVLSGDPSTQRLSTLIRDSPERLRTY
TQFIVLALYLGTTDIGPDPFPTDQLTLATPETACAPPLGSRRRRTLHRGGTLPTPPESEVGEDGETRLTLEDNWQESDSE
EGSLVAHSCPSSPTLITLPDPAADPPPKSDEAAFAQVVGKLQRERRLHMPRAEILSNLTRPASLRAAEVATLAEEDSKPP
PPAPAPDPTKKDCGSTTPLIRYGTKSGSAEPPTGTEKYAGHLLAYRVNGDPRKHMDEEAHLVDFIQWSCQLEAGRLLRFT
GGQIDAALALMSAHRKDGRRKTQAGVQLRATRSKLLTASLATLRVRACTRPDIYAAICPEGPICPRCRLAEEDFDHIWVC



PAAATAVNTFRLAAREHILKHVMQHKPTGLCSSWESLFPFLLDPDMPSPPLLSPRKEFTPYSAHSEFEL*          
>Cpar_10437Contig53300                                                          
MDEYDHILIPINHNGKHWTLAVISPCLRRFEHYDGFAASSSDRAAGVPRQILRNLQRLVADESKRTGTANLQPERWASTP
ACPPIPIQDDGTNCGIFACEFAEQIMLGPAHTPEPFRGTADECNQRRRRMALSIVRGSLPPSHSEPEAASAPAAAAAALA
GNSDSGSDWSDYQIGDASTPPISAIEWTELDYELLALQHKRRGPALLADAKFGPPLLRQTYQLTPMPLRPTPLCDTL*  
>Cpar_10491Contig53366                                                          
MEALANRDPAISRSVIDNIGGKWKLCFLPIVVWKGLYASTAWQHWCLLVFDFRSRRIRWFDSLQDPIENALETLLVDAFR
DFTIVDETDKIEIRNNVLQDKHGSDAASHCGPWVLFFMESVAREVDFRPERAVSDWKHCEDLEGDDDERKFMDTMAEEYK
KGETIHHFIFILFDSQNAVMTKGAEQSRNIGRLYHVVIQG*                                       
>Cpar_11456Contig54689                                                          
DAGGQLTEGGYRYGERWTRHVDVFALDKVLVPVHISVHWALAVVNLRDRRFEYYDSLLGDNAECVAALRRWLKDESEHKR
GRPADEVDAWAVYAPKDLPRQGNGRAAAHPPAPLLGSPGVRLRRLRVPLRRRNMPYLRRLMCLEILDGSVKT        
>Cpar_12684Contig6663                                                           
MPAAATTPDPVPAAAPAGESTAGTPAEAGEVEYRNIVRWAQLSYDQRQEAFVKMAMQRAKNDRGSLRFYARSADRDAHVQ
QAIQREIEKMHREALQALRRAQHRDLAMYNREAVQRLRRVVDLLERDEGEVKQLKKAELPSYAKAALDMVMRLLEQGSLP
GPGTSASASAVPRSAAAVQRAQPRVPTGATYQQAPGAQLQPARGGAAPSPATGSAAPDPGGARSRGGNEGPAQEASYPFE
DEVLKFIESDVWMTLKRWRSLETHEDRLEGFRENARKTLGANPSEEALIKLANEEYAEIGQLLDRAVQLGLCSPNHDGGA
TPPSQLEGPRRHWNLKPVYNEYQRHYRHAVATFTVYQQLQALALRAAPGGSAPSPAGSVFDSQAPLPSQPTSASGATDLK
PSTSNDALPEQQPPPAWEAPPSTLLPNTESLAGAAFGEIDIASVDQRAAVEPAAEQAPRDARAEGTINIPSAAFTEIQVR
GDGICLFRAIAEGLITQVYRKHSRPTDDDVNFERESIIQAIRSRVQEIMAREDYRAGALFPGGRTVAQHTQDLIDHPTTY
WGEPEMWAAADLYQVPIIVYVRDSETSFREWAYGTHYTNPPIHLHYTDNQTHYNLLVPRDPSASASLSGEAAATATPVEP
EIPAPLAVSVERTIPRATFDTLFTITQGLLTNLGETGDASDADVEDVRESIIRTIISRADELKASPFYPSLFPGNVTVEQ
HIQNLVADPAYWGEPELFIAADLFRVPIFVYTEDPERLVYRRLPGYGEHYMRTDGPMAIHLRYNGSHYELLVPRQPISTT
PVEAPGADSLSASLDAPVAPDGNAGAPPAQPSEVTMGQRPSAEVRGGGGPADRDTEMTDLGNDDAEPSGPFSSEAAHVAG
ARHGDAQNSELENIEDYDDDGEPLPPPAAEPSARPSSRVHGGGGPADRDTEMPDAESPSPPSSPRPPSPPPPPLSAKKAR
TPSDSVVVAERHFPRFGLLTVTQKDIDVLLDEEGKLNDAVIDYYVALLESGQPGPDTAASSTAPLQPKRLIFGSQFYTKL
TKKLDDKRSWSDDYGFNKVKNWRWVKSLDPLDYDELIFLINHYNAHWTTANICPRARRFEHYDGTSSDFHPYVLRDLRRF
MRDQCKARGLQDPDVGKWAVCQNPRPIPHQDDEWNCGVILCAILERILLGEKILDHPTHPFTATQEECLWLRRRIAAAIL
SNQPPSWPPADAPTGALMPAEPAPATPPSHPSESCEAGEEEEEDDDDDGVPDEGARGRGASGSAAAGTHGDGVPAGSVEI
GPGPALPAETHARASPSGPPSSEAAPVVGAGKRPEPVYEG                                        
>Cpar_17043Contig11771                                                          
MQVSQRDIDSVLDEKWLTGAAIEVYLRLLKLACRGSGRFDFFICPTTFYSQLNWPSHGYKIMKFWKYVKNMFQYDRIFVV
VNHGNTHWTLAVIRPKQRLFQHYDGLLLNYDQRQEEVLRTLKRFVSDHCKFKNLPDPEVETWTCELARPKRDIPEQVDGF
SCGVFVCTIVERIMHGEERSILNHPAHPFTGTGAQCQQLRRRIARALW                                
>Cpar_21074Contig27026                                                          
MIGPINDIIVESTFPVLGFLIVSREHLRKLRGTEWLDDEIVNFYMGLLARRNALAHPPLPLKVDIFSMDRVICPINLNST
HWTLAVIDFNEKQVFASKSELINNIHYFLQTDGNSCGVFMCLFADYVSTGDECFIVGDGLDAFSQKDMRYFRERIALEII
RGQAFSERAL*                                                                     
>Cpar_21425Contig28298                                                          
VGGVPGERASSSTALRRSVLQATPRPWVSALRTPPYGQSMHIQGDSRDSSRMQIGLDEQIRSEREIRRGEEIEDLLSQMQ
MRTMALSISDSRMSSACDGMARTSSKPIREVPEDTYRGPSSSTPQPPTYAEIVSGAPRPTGTMLSSHSSQPVVYLKNVEG
LPVSLQEALEEDIEQHLQERLTMKELARAWFFRKRPLSVEEEERVKKEMRGASEAVIVEHSFPILGLIEVKRRHLQTLNG
TAWLNDEIINFYMGLLARRNTQANPPLPLKPSYNYKNVQRWTRNKVDIFSMDRVICPINVNNTHWTLAVINIKEKQFEYY
DGYYGDGADAFRNLRRWLQDEHKDKKNADLDLSQWRNVSPSSSRVPSQTDGNSCGVFACMFADYASTGDEGLMVGGGPDA
FSQGDMQYFRRRIALEIIQAQAFSERAS*                                                   
>Cpar_21824Contig37050                                                          
MYIFFPIHSPLHWSLAIICNLSHFVSAIQNNVKPDASKRNQPIIMHLNSAQNKELTTTVGSNLAMLRNELIKYSKLNADI
DLELRQFLNSNDSSDFAESDNAVDCGIYMFENLIGFAHEPFIPDPDLEQGYGDIWKSREPYGTEVIRERRRAWRELAVEL
GHVVKSKGDLKEHRFFDPSAAARVETQILTQAFQAPSRLGRYPTIPCIPTR*                            
>Cpar_24219Contig39951                                                          
MRKHGSKTVKIPSEAISYFQIYESEPHLFLVIRTDRDPDLMFAFDPYYDPFSQIEKNCIVLIFPFTPEHQRQVSEMSALC
CYPSLKIAHDNSAWLNEDFARYVLPAPKLGPANVYVESRIESPSDPGMIQILLYPPGHKRAVALTKRDFERLRPGEMLND
NVIDFYLKRARAPSTRLVQSIHYDSNFRPILPVMQGGDPEGNYEAVRRWTRNVDIFTLDYLFIPVHVLQGLDEYAADPST
PGAAALAELEGPNPAEHTGR                                                            
>Cpar_24304Contig40110                                                          
MPRFRPTLGRIGTWWVDRPFEVRVNGGVSQDIELNIPVPSKHGTDKVKIPFNAISYIQVYETAPHLFIVIRAIRDMISAS
CGEQQFVPYYDFDSKIEKNCIVLIFPWDMHPTVKRMIEELCSDQSIERTLGKSESLDEDRARYTEPAPSAGPSNAGSRAA
SPSEPDMVQILLYPPGQKGAVALTKKDFNLLKPYIEVEVLPRMDRERADRGERPLRFHFFNAFFYKRLSQGNYEAVRKWT
RKADIFSFDYLFIPVHERRAGRRRVHWALAIVCHPGRAFAKDGRQLDAADRACIMYLCSMGTPNQAAQTMIEGPARTSAL
ILAKKGPGRHPWRDGADAAGPEAEASA                                                     
>Cpar_28572Contig57755                                                          
PSPWPPLPPSEEEVLRQISSPLLGTSGSINVTRRSLSRLNGETWLDDETVVFYLALLAQLPALARRPLIFDSLEYPNLSA



PGRGPQRLHNKLVARGVSPFDFDVLLFPIHSPGHWTFAAIHVRDRRAELYDAYNLPNAYPIPEQRDRFSCGVIVCALADA
LPHPHPNPSHKPTAPSTRTRPQ                                                          
>Esil_CBN77616                                                                  
MSATLFSREVVFEGVCWPEGHGAPSAGGKDDVLIGESLVRGMDTAFRGYFPPLKYRASDQTRNLRGFVRNLLYDDEGLAN
FADGGDEEMTRLGEALRALDTFRTESSHYSWEEFLSVLGREVGGRGAGGAVYAKGRGFVVPGEGHGKSLEEQRASFIDQA
KRELDAIAHAEGGTREDLLRKLRKETASPTGSRGTGEESVAVEMDVDADDDRGMSGANGGADTAAGDDVLRAKDEAIAAI
EQQLAALKMAKSGASTGGSGSSSGLARPSSHAQQQQQHQGGFGSAGGAVAAPPGASAELLQQKSLRGLSETQASEELERR
MAAKESRQQQDQQAKAMKSFLRKGPLSQEQEREVDRAFNSGPDHEVLVNAFNASLTRRDLKCLRPYTWLNDEVVNMYMQL
LSCRDKELCKANPSRRQSHFFTSFFLTKLKGMDCKYNYTGVKRWTRRVKVFEMDKIFVPVNVSNAHWCMAVIFVQQKRIN
YYDSMGGGGKSVREDLLLWLEDEDEDKNGDNATFEPDDWTTVGTKVASTPQQENGSDCGAFAVSFASYLSDDLPFDFRQA
DISQMRRRMLWSLLHQRLV                                                             
>Esil_CBN78443                                                                  
MGQDHSNRSDLTGMSTPVHLKQPFSPVRRTKRPQVKPVGAQKTISKKLRKPTGSPELVTIDDSSSGEEEEEEEDELDGDK
EVEEVPASDARREKGGGARKRRRAEGANSDDASDEAAGDSDWCVQTGADRSSAEKRRGGASSLQERGESTSPTFGSVPEM
AAEAVMIGKWIVMGGCYTSINMVGNVTIGLKGDGDTKDTTLCIPSKEITFFGAVTNFESGKKREPVQVDIDMKGELPRIL
RLTLERHRRETEEDKEVGRSMRTRRTLRSGGGGNDEFGKVLFHYPPEVSASDRVAINSLDEARTQEGEFLNDNLVDLYLK
HMHREGFREWANGVGGDGEGSGGASGDGVAGRRDEARGSGADYDEGADTGDVAAAAALAGDASARASRSKAKGGSMDDGN
VHVFTSHFFTKLTESKIYDFDAAYSKVQHWTRNVDLFKKKFVLVPVVEDMHWSLACLCNLDKLEVDKEAADYQSDEAQPC
MLFLDSLDMHYASRIYDYLRRYLQAKWKETGRGEMLFDQDVFPLVRPRVPTQINGCDCGVYVLRYAKEICQQWPVVTAAE
VKNRLSAHFRPELFSPSDITEERRMLRELLENCKVRYEREKELQKSKKGKKGKGNKTHVDAGASTSSSTPEAKVKVKEAP
PPMPSSDDPLTGAAAAASVPPPNGDGKLGDGAPANVGANGVKKSVTAIATATAAAPAAPAAPASDTESLGGASDSSSDSS
SSSDSSSSSESSSSSSSEGSDENTETDTDIDDAAGGAGDDGGEAEGGEAEGAGKGIEEAEEDDEDDEDEDGEEEEEEEEG
EEEEEGDDETGGSRAEIGAAMNGLRQVAGTAVRLAPDDVENGVAAAEGSEAATGGGAGSGEQRPEGAKPGGPAAVGFATS
ERVGEFYSTGGVWGESVSPLAPRRGRQEDGEKEDAGDISSESRTVGLAGTAREGNKGGEDSADTEARQAKEVLKPVRRKR
GRGGAAATSAAVGTAPGAHEEESSTEEACRERAGQGDEASSWGPAGSRCVEPAVAEGDGSNREREERSAGKPTPLQQRGR
NGEPPRAQPTQKGPGLAPEAAACLSATDDCRPVEDNSAASPGRTGGGRALRPRGGAVDTAVTLPASPNKTEGAVKNRLRV
GGGGGATDSLATSSAVPAAGVSGDEGTGANASGEALSVESSDAESDDDDGDRGGGSGVVVDEQFGLTLSERNKLREPRKA
AVAAAAAAAATGVKRKGGVGGDGGRVPRDAQSPDKQGVNAPKIRLDGDSSPSLRTRRKPTGARAIDLVSPAAAASACEGL
AAGGGDEGMEVVEVESGGGPATADNGRGKGEEKSERGRGDGGRSKRSSGAGPGQGPKKRGGGGRKTTRTVVAPLSDSEES
VEGDVGETSESEGF                                                                  
>Esil_CBN74639                                                                  
MTQVLNYHDAVVYDTDVALFGDGEWLNDNCINWFFRVLEHEVFPGRTDLLFMDPAVVSCMMNQCDDLEEYEDLGRGLELA
IRSMVFVPVNNAAGPFSRGSHWSLLVCDRRIAGGDERRSRWRFRHFDSSEGSNRTPAELTAAKFVKMLGEKTVGEDKPSR
VEHVREAPQQRNAFDCGMYTILLAERLASKAAAATAAASQQSSTTPTPPVVASAVTGVPRCNVNPRQDSEAAPAGKGGEA
GTGGDAGSGGGLCSVDSFGRDKTSVAVEENGSGEGSRAVETMAMSPTFVSSARTLARERLSRCIENQRRC          
>Esil_CBJ32026                                                                  
MDTIAHRWKRNSRTIDRTSTSGELDAEALRHPTDFQRTIKSVEECTAEAGHGVTSNAWRKRLESAKSEVKTACLKAISSK
GTRPDAILEAANVFVEKISSTYTDEKVDQVKTFRNGAEEEKKAGSTSTRHMTREAFRQRGTGGGGVGTGHDGEDSRDPGG
EGASSGSSSQDAGPRGDAERWNGGGGSVAAGADGNQGGDARGLAAAAAPACDTGDAAAAVVGSGGRTKPNCGCMDETKVH
IFSSSFFTKLVEKDIDEFNAAYGGVKRWSRHVDLFSMKFVMVPVVEDEHWRLACLCNLNKLEAKWKDTGRGDLVFDPDVL
PLVCPQAPTQPNAYARGVYVLRFAKGSSSLCPCMEMYQKWPVVKEAGVNDGMQAHFNPELFSPSDITEERRMLGKLLQDC
KVRYKREEEQQSSEKRKASGNTHAGSNSGSEVEVEEPPPTMSSGDLSDAWCCRWNNKNNPSLATQR              
>Esil_CBJ31398                                                                  
MLFFDSLGTHHPAKIQENIIAYLQEAWSSNDRGEATVDKDLLPLVITESPQQGNGCDCGILVLRNAKDILQEWPIATQAE
VDDGMQKHFTPELFSPSDISNERRMLRQLLQTYKDRYERELRLREISERRAGVLSDDSASSPSDVEVEKDHRTMSSG   
>Esil_CBJ34276                                                                  
MGAFYAKLSNRSFSDFDAAYSSVQRWYGGVNIFTKKFVLVPVVEDLHWSLSCLCNLDQLQTRVGECG             
>Esil_CBJ29995                                                                  
MDSSREDEEDDVPVVPPRSSGRTTVRADGSAAVPFPSPLAPAESQPKSRPNVRPTRSNKRSASDAGHGHGDAILAESPAG
SSVDHAEEIDHATAAGANAEQPPSPPPSPKRRRRSARRGGQHGHLLVQERAGQGSCEREEVVLEEEEEEEEEEGAPAVAA
IPRNRRGKRKGGRARGAQDAGDLKCGDVQQGEEWRVVTSVGAVGGIDSEGGGDAQGQGCAPLPHILEGQSTPPTGGETKT
KGKGKGKGKGRAKAQASGTPAAAPKATTKRRCRRRRSADTNANMSDSYSDNSDGGAGDSPCSTPIRRRPRSTRHQTRASA
EWYTHPLPPPTTLEEPLVIDSDDDDVRAVPAAQGAASADKPSRVVTTVCDDDDGGGGVRRDSSFVDTDFGDGLIELRTRK
ERQGAPPGMQKVRLSWAVAYLREECIRSVPHKTRVIFPNKDTTGAVQVTRSDVIRLQENVFLNDTIIDFYLRYLLSREDS
FAEGLAPSSVHAFSPLVVQGITNVADAAEPEAYWRKVQKWTKGLDLFSKKIVLFPINSALHWSLLVLINPDLFEKRVTQK
EKEKEKEKDKDAAAAAARKKPTAPTAAAAAAAASAESTKSAKKKAGKNSRADTGANAVSERGDGGGGGGSSSSSSQSSTV
SHTEGRRFQEDDDEEMPQAASPSRDAASLATAASAGEEAIPSSPPLSESEYLSQASPLPSRGKAMEWPPSTEIQRHSIPL
LDDCSGSADADPTEAGGGGGGGGACTTSGRGWSSHGAASQPEEENAVAVGESGSGGVTTAGESVDRRNVESLPMEMEVEE
EDQLPSRAGEIVGGGRTRLSSPSSPASPSPSPSATVSRGHAPPMPGSASGSPAASGSATSTPVQALNVEASNGPLHDGPE
SVLSPPRPLLPVGRGTKESPAIAADSRREWRLNQPSPSSPMYPSSPPCAGPPGERSGAAAAAAAVAAAAAAGGSQPSPGS
ADAGERPGREDAHRRRRRRRSPDPTAGGLDTTIAGRTTVRRRSVGVGAHRQEMRTATQPQGTGGPIDVDALPSNDEPGPS
SGEPEPAVDVEALSSSGPAAADDEEVEALDSNAAAVVAETELRTRVRSTRSRRPPSRSTNGSSCKAAQLPPPREHSPPDS



SSGDGKRPTTSGGVAVGQEEPGGGGGVADAGAVGLSSSPPDGDLDGGERAAGVEEVVDDSPIPCMLLLDSTKGHRSQEVF
RMVRKYVEAAWNNTHGKSSGRKSKVDVTARLLGGCSPPIPQQTNDCDCGVYVIHYAKLILEKPPLATQRFLDRKGKGGIF
SKKWFDSSVISATRKTIRDTVETMRWDCLEKERGAAAAATS                                       
>Esil_CBJ25923                                                                  
MTSLLTTFANKILSHFSPEPAPNSSGRNKRSNANAWLGNEEPREGHGSGADAGVRRATTAGTYSGGAEEGAGAAAAASRP
PKAAKYEVGGLSSSLSLASSTPAGARSREGHSWDQSTARSPPQPTAARHTPLAASRPTTGLGLPSLASAPGRSPRPRPDG
GGGGGGGGALRAVAGGLSETPRTPLGRWSGAEAAAGSGVGTRRDGGGGGGGGVHVGMPPGYTYGMPVLPQSTPRRLIMAN
AHSARTRATANGGGGGGGGNTGRKPYGGLEYWRQSFSGGGSASGVGGGSRVSNVNLGGNTSSAFTNRSSSGSTMRNPGIG
GVYGGGAYSSLGGGDTAGVGGGGGGRRGDGRGYTGFVFKSKAARQKKVAAALAEMRREAKSRAVSSVGGGSAVVAWTGHD
SGWPARQDFAVRSLNSLRSKARQSLEKKAHDIHHRNPSAAEQLLADARSIENWGREAEEGAKREAAEKARQRSEALAARL
AEQTKARKAAATAKKKAAAEALARAEEEAARARERVEEEETARVRAQLEEREQKEARLAAAAAAAAAAAAAVQERPELSP
EQEDRVRDAWSSQGGAADGDIVVRAFNDMVSKASLRTLRSGEWLGDEVINLYMKSLQARNREAVASGKQVPKCGIMSSFF
YTQLSDNGRGYRYQGVKRFLKKAKIDLFDLDKFIFPINVNQNHWTLAVINFRLERLEYYDSLGAPFDDAGFEYMARFVDD
ESRSKRGGQEMDISHWPSFNYQNVPHQRNEIDCGVFASMFADRLSKGRPLSFSQSDIRHCRKVLTLAILRGERSPTEKEA
FLEDGGSVLGEAGEWWEPPQDEQADGDGSENAEDEEIGEVDEEEEEEEEEWGSGEGQEEEEGEQGGWGDDGGEGVDVASS
DAEGGGVWRQETANGFDLTASDAEEEENANGLFDLTSGGMQEEGEEQEEEEAGVTPGGGGQAEEDEMDVEDTGVAMEAHF
AEDTRGTFPAIHTPEFFGKIVRLVTYQGWTKI                                                
>Esil_CBJ28711                                                                  
MGAFYAKLSNRSFSDFDAAYSSVQRWYGGVNIFTKKFVLVPVVEDLHWSLSCLCNLDQLQGPLRTRGRTTESQQE     
>Ngad_03051_01                                                                  
MEGVPTNSPRYHERNHHGMKRAESRRDSFNDALPAKLRVLVDFARHQEDLIKTLEDRVQAQEQEIVWLRNTFARRWYPRL
RSECISMSAEEVLFYYQDEAQMTRGDLHLFKAPAWLNDRCINFYFRVLEHEEFAGRPDLLFLDPVVVSCMLIQCTDEEDL
KELAGGLRLDTRSIVFIPINDAEEFFSGCTHWSLLVFCTGGKGEEKSGSFFHFDSSCGRNESAAMKTAAQFWRMFTILEG
RDVIAGRQCPRVDAINDCPQQENGYDCGMYLLGMTEYLAHLFVTQGSGVATRRGSVAKEGENDEGSGTCSVAGGKGSRLD
TTGLGAHVSSDAMGELRRRIAQKIEQLAGRVSP                                               
>Ngad_05092                                                                     
MVPGNEACQYDQQDTGHFPSSDPSIPEATTPHWPPSHPHQRQTACSPIDSNFWHFVDRVIFTREEVRGRAPLIKLVDGIR
SERYLINCYGQTQIDKLLAPIDTKADYIHLPRGLSGRPLVKWVSMSEFRGMCASLTPIPSPSAVSMGFRKGVLAESSSPV
AGYAFSPKRHRGEGYSHDQSAAPRALVEGGDPSTCFRESHSTPLPPPSIAAGINMDKQKLLEHLQQISDEYLADDGATTA
ALEAEARVEGVLGGFGGARDPLRHALAAVEETLRKHSAARREAGGKDWRDRAAEIEARMVKDVKEEMVRARMSSLAPAEV
KEVHHVLRQGKATDVVARGFNVDMRRQDLQTCNPGTWLNDEVINFFMSLLKERDDSFCAAAAARGVERRKNWFFNSFFMS
KLLDDNNGYKYANVRRWSRKAGDLFSYDKVFFPVNIRNTHWCLAVIYMQEKKIQYFDSLVGTGREYLVALRQYIADEHQD
KKKSALDISDWELVSSDRQVVPQQGNGADCGCFASAFAYLLSEDLPINYISQADMPAFRQRLVYSIVKKALTWNGEDA  
>Ngad_20145                                                                     
NVDLFSKKMVLVPINEALHWSLAVLCNLDRVQSLVDPATEPLTADDEGKAPIETPVHKKSKRKRLRKSATMEGENASWLK
EKHLDRWGEGEGGDRVVDVGVQESQEPGDPPVVVSLGRKKKKWLSTRPQSAADSGSGLLVEARAAGGRQGEHVVGRESKD
QTKHGAMDVGEPWSGDSSQSKEEKEGDRCPQEEGDSLDLTIGDVLAADELGVGSMESSHEMEEKPETGGKSARWEGRRGS
GEEQGLDRGRDGKTDVEDGRKDVVDVGSRPCLVFMDSLSAHRADKIHTALLNYLKVEWKRRKAPGDGPSPFLSKETFPVI
KPRVPTQDNSCDCGVFILKYGEMMLADVLPTLARWTKRALACRLRDFIRADVFSQEDVDGLRKTLQARFQELEVKYGEQG
EKG                                                                             
>Aano_F0YEJ9                                                                    
NADDRDVVVDHFNYEVCGEHARRLGPGEWLVDEVVNYYFAMLQQRDAALVADEGEKPSHFFNSFFIPKLMGTDARSYNYA
GVKRWTKKFDLFSRKRVFAPVNVGNMHWCLIMVDFELQQVRYFDSMGGGGDAYLRAMIQYLKDEHLAKKGAPLPGDWQPV
RTTDDTPRQLNGYDCGVFATFCAHYASLGAPLDFSQADIPHFRDRMMIDILDKKL                         
>Aano_F0YQ64                                                                    
MELIQDFGPSDPPGQAQTFGLTGAGSLNGGAKKRGRGSGGPKTLFANKINASQSPSSARPSPRPAAPAAKIPKKAARPAA
PARPPAEARARDADCESQEAVLGLLDTLEEIDVARADDVEAAGAERARRAVGAWEQPRPRAAAARRAAPPAPAAEPAAKR
RRARDGAAEAEAEWRPEPRRSRRGRPADPTGTAEKPLCIDDSSDDDAGAAGAAGAAGAAGPRRSARRTRRSPGAGADATP
LFQYPPGPAAVDSIVVTRGDVDRLEPDEFLNDNLVDLYVKVLVADAARSRLAAREGFDAARLGSEVHAFSSHFFTKLQEE
GLRAPDGKDRAYDRVERWTRGVDVFSKKFLVVPIVEHLHWSLAIVCHPGALVRVVRDRIAREEEEAEERARGEDDDESDA
PRIDATAEPSGAPPPPRPCIIFMDSLKMHSAPKVERFLRAFLELEWAKRKPDEPELKLKLKVDLPLVVPKVPMQTNSCDC
GVYVLRYAEEFLSRAVGAAPTVAVTEAAVDDKFAAHDFASWFTAAEVAAMRGDLKAAAEDLARKTGAASWTA        
>Aano_F0YQN5                                                                    
VFFPVNIVDTHWTLVMADLERKELAYFDGYGDDGESYLRGIRQYLRDEHEAEKGVPLSDEFTFVDTLSVTPVQRDANSCG
VFVAFYANYLSLGLPLNFSQADIPHLRQRMMSDILDGSLAT                                       
>Aano_F0YNG3                                                                    
MVALKSAAAKRKAPQRTSREFVSPQAPPLALERAKKAGRAKEEAIEIGSDSARPASRAPCLARARRDAIVGDCDDERAWK
PKAKAPPQLGQHKIAKTAMVAPGQPYKAGMQQRGATGTGPGGRRLDDGKVVYGSGSGQVLGGRPRARPYNGTKPLPKKTP
ERRASPPPRRQPSREKKPGGAPHCRLDCKRAYFGTELHFGAGLVITEQAINMEWKSQLTGNYRTVAIQARDIESMAYKTQ
DDADAGPIDLCGDDAPADLSDGGPVVKFLALTLDKNAWVGNTLSRERFDPSQNPGPHCRVVLDLAGSAARVFTDDVLGFL
YDNYSHATINLISGADTAAPYLLGVTDADAMEKRRRAKQNEAEPAAAAPRGGSKRKRGAAPAHVNLVDDPANAEPAFTFP
SAKAPDAITCLKGDRLRLQDGEFLNDNLINLYLKNKMHNQLASVVSVHVFSTFFFTKMLEAEAFPGSFDAKKAYAKVKRW



TKNVDVFDQDLLFVPVNEHLHWSLAVVVNPGKKPSRRTPRAPKPKPKKGDVIEIDSDSDGDGDDADATPDPSEPYILAMD
SLRSHDKGRIAEYLRAFLKCAWADRHASRDLDGRFEAETMPIFAPDLPKQRNSFDCGVYVLKFFDLLFDKPLPARAADDD
MTFGDRFSKQLFKREDVKAKRAKLLHFFDLEWEKAMRAKEAELPEAKAPEAADDDDVADSDATESMPDARAADAATASDD
LAGALVQAKARQKRDTAPAPPKAKAQAPPRQSFRDGASMPDCLPPAKRQKTGQSTSSVAGKSTSSPRKRKPPTQLTPPAS
DDDRIDPIAPAPAPARPRRGGDDEAAPRSKDVWNAGSIFVGDHAMVHAGPRDAIRDPASPRVVLFTTFVVSDGGGPGASY
DVRDQYMPYFLAEDETMPPERAWALLNLKEWKKEEPWSHYPGDKKSKAVRRLATSPVLPPATVVQLVGELRAPED     
>Aano_F0YQU7                                                                    
YAGVKRWTKKFDLFSCKRVFFPVNIVDTHWTLVMADLERKELAYFDGYGDDGESYLRGIRQYLRDEHEAEKGVPLPDEFT
FVDTLSVTPVQRDANSCGVFVAFYANYLSLGLPLNFSQADIPHLRQRMMSDILDGSLATPR                   
>Ptri_XP_002184585                                                              
MSESRSFPNGKRRHSMYGRHQRPKSAYGQRSTNTGDSAPPQEGPCSPTSNANDHSNGKVPSMRDDRGISFLQDMAGPSKT
GHPVVTMPNCTVVESAQLPVVNKLHSRKRSRREGNVEPLQQARSQQQATGSRRLVSNFPQPGMAAVGNSRDGIEWADRQS
GLVSEEKVRRTAQSNQPIPRKKKTHSDYTKKSIQEQHRPHRGSRLDVRFIVPKLKPRHNCPKARVESICDGDSDNTADEG
ISAVQTCETLPKSIDVHTSAKRQPSRTKTQLTSSCPSADSVTSSGLEANAVELPLLSCKGTPVPGKRSSSKLWTSLERPS
QSSKTDDAGTKESPVDLATAAIKQQHSEAEKNENEHKPSKKLLWREMSDDDDDYTTSRNRQARHSLAVVNTILQSGLESD
VVPTKPTNHSAVNFDAGSDQDQPSSSFLSRIVDRGRKGIARTKLGFLNTLQSQKKEKKLSLSKQLNPDAQSKTLQHRGVS
SDCKRKPIKGKKITIGNSFSHKGQESSLLDQTPERDRKDPFFECKGVGLTSFSEHTTPFKTKLNFCKSQPRSSERLLLKK
KTKEPEVVEILDDSESEMTKSPPMATRSVKRTLNCAVIRIAIGTKVFCSGCQIRLRATCKLMLEFEPHKKTTRKGTESLN
KATLELDLQHDLTECKYYLNEEFSAETNEGEEDAVGSFLAIKVVPNNQNGLKIYSNSYQPDKENTKRMFILIEFRENKDL
RDLVETIQTSRPPAMDLFFNDHSKLDSASAEIYCQPLIDDCKREARHRQKSMHSLSVHRKNSFLAGRKEDDLLLIYPFDA
DEKIFDQAAVHLTEAKYDSRCDSNLQVCALSESSIPSPEQKSADCDGGNADMNNMNNRSHLAIIRVTDYERLVIEDEYLN
DTLIDFWMLWISRFDDLSKFHVFSSHFYTSLFEDGSIAVTKWTERKGIDVFDKKFIFVPINKSLHWSLCVVVNPGQILQH
PDLRGKDEHLDESSPMPCILFLDSLKAHQKTQVAHRIRQWLNSEWQRLHKSSSIPNPFQSKTMPVIDPKIPYQNNSWDCG
VFVCRYAFALYKLRNISFSFQEYRQDCFRSLITNSEPFQFDMKDITRLRQEMKTLVENLCTAYVPWKSEQDRKAKEDRRK
AKAVAEETVQVDNNVPEDPDSSEGNEVVVNNEDKVDTANARWSAVVKGIEANENNIIQDSLLIVDDLNDDDNSRMHETSQ
SGSKEMVFGPDWTETYDPMEVDEDEAHSYATQEGLTVERVSPAEGSIVKDVEMKDDLHTYKAQDLVDPLDTEAVDDDVDI
DFV                                                                             
>Ptri_XP_002178660                                                              
MGLVILNGKRFEDNDFVINFDDACLYGRDVQLLESSTGWLNDTCIHYYFRRLASKDNSRSIFLDPSVVSFLMHQCDDNDD
LVDISRGYDNWTCSRLFVPINDNLSSENWTTPGAGTHWSLLVIVPAQSPLYLHMDSVPGSKNALTAQAVAEKWEEAYWLT
LPYQNERAIRVQELDVPSQRNGNDCGMHVLAAVRALQGVEAEASVAVYRAKLADTLEKDLSKNTMFMKDFRREIVDEIAS
FVS                                                                             
>Ptri_XP_002178978                                                              
MTVLERWRRRKDQRKTSLGRQPSLRKGRNGWPLLKRKEASFRLTDFRVRNPIERHLQQESMGRFNVEALVLRAIKVEVID
LLRDAGGSCTVLAMANAVSGSPRVQECVGDAADSENDAWGLAFLDLIPGRAARKKSNARLAKRYEFINALHKLEASPSSS
EARISSWEEALERLRTVLNTQFAEADGSDGLSIPDDLLEESIVDKYLLRAQAIKLQQIEELEHSQNQWLQISNAALSQRI
SQVDANQLDEADRLMRARLDAEYEKREKRLQSTSLAELEAKLIQEERNREARERALSLMRPLEDAELKIVHEAMSHVGNP
NEIVAQAGVDSVQRESFQRLAPAQWLNDEVIHYFYVMLANRDEELCKADPNRKRCHFFKSFFITKLLDEEHSNPSLRGKY
NYNNVKRWSKKVPGKDIFNLDKIFFPINVSRMHWVCAVVFMQQKKVQFYDSMGDGGMYHLKAIFRYIQDEHQAKEGAPLP
DADAWTLVPCLSDTPRQKNVIVTVGKLGTPRRFPLAHGHARQDGTANRTVRECGSSLSPLLAYFWKVLARSSLTTYTFHL
LIKMVSTRRSQPVKGPAYTNCDKDELARSQGTEVDTFPSTTVRKSDQSPGTADSTMHWTGAFHDDTAIIAKHELGPDVED
SVVVSPMESDSSTTTAVHTNTKKKVKAAARKASAATVKHVATTTMCAPASPPGTTNQTRAVTRSKGGSVDLFKGIESVPV
VKKPSPKKRGDEGGNMQKIKLLTGTLYLYRGRYPRAEFVRTK                                      
>Tpse_XP_002296373                                                              
EDEILAQQDADSVQRRSLHCLQPGQWLNDEIINYFLKNCLAKRDEKLCTQQPGRKRSHFFNSYFIQTIGQYAYKNVKRWS
KKVPGKDIFNLKYIVCPINLDNMHWVSAVIFMELKKIQYYDSLGGTDYTKLKGLLEYLKDEWRAKKGGEMDVSEWELVGC
TRDTPRQKNGFDCGVFTCMICDFVSQDCPLSFSQEHVNQCRERIALSIM                               
>Tpse_XP_002295164                                                              
MDFDPVKINKPHRKGSHQKNRPRGKPVQIPQPSDGGTHRTHNNDPWYDGMNDYDDDSNSGSGFSHAADDGSVGERRRSSR
PTTSRGENDRKKKERRQRQKEACTRSQQQRKETTVEMSSDEDEEVEPNRHEPGRSFDGISLGGGESEAKVASWKNKYGVQ
EGETDIVDAVKSRKRWKRANHHGPSSLTEVYSGTQQFQRIRQSERSRHRDLMVSRSSHYEDPLDEARALQDHSPRHAQRR
EMQACAATSRRGKSETATQQMSRFMGMLGSGGTARKYGTGSTVSNRSRKSSHKEGGISSINGNISIHEGFNSFIPRKRNS
SSESAQSTSEKKRNNDVFDQVDEAPIAPQKKMSHQHAIDVDKSSRSDDLSFSEHTNAREEEVDIEGALASVNNEYVAAKS
SFGAIKRVRDGREARKAALIATTVAFYYALIDYAVTQGTPSDVDFSTRFTTKQKDVIETEPHRGSGRKRPDIISKRTQKG
KQSDPTADRMRSSGMAPVEASSIADEEWMSRMSESDKKKKKQLKRIQLQSRIPSLISSQTSLPSSRKSGRLSGKGKKREG
ASENNAIEIEDSSSSSDDESVDSDSTEAVGEMLHSESLTPRRKTRAVGDLAVLDAVRIAIGEKVFSSKCELKIQFSSKEP
YLLLSYSKRDSAKIQEHLIPLKSETLTEVKYFIATKDNDDYDSEIDDSMTFISFRIQPTEENGLDVFSNAYNQESNEEKH
SREYVSVECRDTDQFQALLMQMKEHDDLSVWCNNGSELKVPELPKYNASLAKANAAEVNARKRESIGMKTRSGKGRGRKV
LIDAENKLLLVYPFKGADEEMLAEASTGLKELSGHHLGVKDEMDVEEVEATANDSSDQNDDEATVEVKGSARAHYVTICQ
EDYNRLEPGQFLNDSLVDFWMRWYDHCSRVALPPMTLLSRHPLSFPPPIFHSHYRISREQSHLGNKSDVHFFTSHFMSTL
EEENDPSSVASWTKKKKIDIFKKKLIFVPVNADLHWSLCVIVNPGLLYQPPAKSSEASDAMDVDTEDETVSVELMDTEDE
AEAKEGSCILFLDSLKMHRKDKVARIIRKWLDFEWKRKHGIEDPKQKFFISRDMQLLTPKIPYQENGCDCGVFVCRYAYG



LYLMRRQMFTPEDINDNFKGMITNGSAFAFDMKDIARIRGEFTTLIDRLSPKYLAIKDAEEKAAKRAKKKAVAGETTVEK
AVTVAASSEENENTPQKMAAEVIGELTTDL                                                  
>Tpse_XP_002288574                                                              
MVLQRFTIRLTSQVGRKLGLAFIDRDVEESDSDYDLNDFFSECDDSDGDAYEPIHIRGGGGDNDNGNFIQSAVKIAEAAK
ATIATAARAAGMMQAQPVVPIQQDLMATAVHVPLQRPAFNNKRKRASDVYIEMNKSMIWLYARRIHESVKQNQPNIDCSN
LDELLHWSQLNVPDKVRDLQYPLDGINVDSLKFALSNAITPNDKVVKVEHTIPTQTIPNSNKPKYREGKRRHRPYFRSDH
YKTVFFQNRIGGATELLGIMQKPEHYPLYLTLERNVYVPSTDKSASKATNVDTSCKPPPAKRLKTSNSTVNAVHAKDEVI
CLLDSSDEDEGEKAAPEKNYVTTSKQQSATEQKDDDKAIDVDPSTFVQLVTDSSLPVSLKPRKVPSDPTPMSYGDETGGF
VLTPYGAGKILSSRVERHPSSSNTECTIYRPAVVYSIDLEWGTCHVPASQVKSIVGTSYTEKTLLTYNRVPLNRMDLLRL
RPMTYLNDSIINFYLKHLMVQYYKNKGNNDVVSTSRDWDDLDGEGIHIFPSFCYTRIVDILGPSSNGNTKTNRQKIWNEL
KSWTKRIDIFQKKMLIFPINQALHWTCVVVFHPGRMVRKHARRKMTIQSQQSQSVVNEAKQPMDAQSESSNVMSDKIALE
GIALIEGVNMTLTDAVEAGSSWPVATSNQQYNASDTAIPVAASSQKQTDPKPTIVDLPTTKPKGETAPTSTPAEEDEIVR
WKCDYCMVATFDAFDEAVEHEKFCEWNLEKDWIMIHFDSGKHFRLHDTSTILGNIRKYLSAYYEGDYASTHPGIKSFNKT
NMPGNTTTVPQQDNTKDCGVYMLEFVERMLSNPPHIDDEFVKKGVKSFAKDLFSKSVIEKKRDDILQLVHSIRLGEQVE 
>Pinf_XP_002906000                                                              
MVDTWPFERLPGFGEGFDLDWNHLCCARSGCWYHDNLINVFMMTLVEKFKNNTTLFLLSLHTPAPSKGKRIPPRTLRLVA
AADKDMVFMPLNINGNHWVRLVIDRSRTTIYCFESFNKRPNQNLLAAPIQKDSDNCGLFIILHFWRRFVKEMRSDYTTVG
LLRRQWDVLRTVVDFSDASKGEQD                                                        
>Pinf_XP_002998853                                                              
MPLNVNGNHWMCLVVNRPRQTIYCYDIMKQPYKIVAVHTSVQTDSNNWGLFVCLYFWRRVYKEAGNDYSETGLLRRRWDV
LRSVIELSDSCKKEDEDNE                                                             
>Pinf_XP_002904491                                                              
MHAGPTNVYHVNSMRKAHSSAYAFDVLNFTYVQATKPQQSNSADCGLYVLHYMNTISTLIVAEKPSSIEDLIAGWTTGRF
NATKVSVYRTQLYRALMPK                                                             
>Pinf_XP_002902642                                                              
MAKCLDHFKRANEHWRFVRIVIVDKDMREVEVVRKKLFEARVLYCHFHVIKWLHETIRKSKSYGAYDEDVLAQMKHAITN
MTCSRTEEDYHMHREEFKSLACRDDCTDLWEYFDKNWNDCCEMWVMAYRVDLPHFGNHTNNRVESLFGKLKRHLKGHFTM
RASLKVLLDYQRRKEEDYRSKVEMPGTLRDVSYSEEMNVALGMTTRWVAAAINAQYDVATDDAVANNYTFTDNGTTVTVS
GGKREYLIEKEGYLCDCEFAQTMKLPCRHAMMYRKRCGNPFIIPFSTIAPRYVDFASRYWPCFHQVLTRYVFCRWFGQSR
LSQQELTEVAAPFVAKIYKAHSQSAGGRLSEAEKYRRAQQALSRISGELARFEDDAFASAMSQHDDDNSDGGAGESGAGV
DSEQQQDTEASDANAATKDDSDDVPPTQLNGKVRRAGRPHLNRSAMKVKAALALKEYNNGMKLRALLRDNDVCDVVSTLW
MIMPGVREVGSFLTTFPVNKNGEGRSIQWRVDGDYVPDRVRFRLVESLVDDASDKLRGGLALDEEIELDSDGERMGSIES
YVVSIEKAGQLTREQLEAMKSLWGLQDTCRNAVLCCTWLNSTVKPAVSDSASAGIIMEKILECWPYTPLVGFGFDLTYTN
LFCFRDSAWLNDNAMRAFAVCLARYKNNCTVVIPPPQKAKDAKNGTQPKATKSRISTSTLDKVGESVASHQFVLLPINFG
GTHWGCLVVDRDTKVVKMYDSMGGKRNKKRLEKMAEEIRTGPLRDDSYKALEVTEPVQTDSDSCGVFVCRFF        
>Pinf_XP_002902639                                                              
MKLRALLRDNDVCDVVSTLWMIMPGVREVGSFLTTFPVNKNGEGRSIQWRVDGDYVPDRVRFRLVESLVDDASDKLRGGL
ALDEEIELDTGQLTREQLEAMKSLWGLQDTCRNAVLCCTWLNSTILECWPYTPLVGFGFDLTYTNLFCFRDSAWLNDNAM
RAFAVCLARYKNNCTVVIPPPQKAKDAKNGTQPKATKSRISTSTLDKVGESVASHQFVLLPINFGGTHWGCLVVDRDTKV
VKMYDSMGGKRNKKRLEKMAEEIRTGPLRDDSYKALEVTEPVQTDSDSCGVFVCRFFWTCVSSESPSDVSPAGITKLRWE
MLHAVMKLRPR                                                                     
>Pinf_XP_002902630                                                              
MSIQWRVDGDYVPDRVRFRLVESLVDDALDKLRGGLALDEEIELDSDGERMGSIESYVVSIEKVGQFTREQLEAMKSLWG
LQDTCRNAVLCCTWLNSTVKPAVSDPASAGIIMGKILECWPYTPLVGFGFDLTYTNLFCFRDSAWLNDNAMRAFAVCLAR
YKNNFGESVASHQFVLLPINFGGTHWGCLVVDRDTKVIKMYDSMGGKRNKKRLQKMAEEIRTGPLRDDSYEALEVTEPVQ
TDSDSCGVFVCRFFWTCVSSESPSDVSPAGITKLRWEMLHAVMKLRPR                                
>Pinf_XP_002899580                                                              
MQQTQVSLDEWRYQQRLKDAARHSYNLQRDFPVDLLKPPLAAQAYYTGLSVRQEVSDPEQLSFDKYRRRLEEYNREEYGP
SPKKKQKVTFEKVDHAQEQRTRNQAIFRRLQSELRGRSDRRRTGGACSLGMMAKRSDIQEHEHVEIAKEENGAETASDSE
SKEDTESSESSKDDEKNAKPVPIATNGTKNEISITAQAREEEIAELEATLRAQHLSRTSEADRLFYNRLAEREANTILEE
VLLEDIYDIAEDVFDEEEEKLRNKELPPELLEIVEDALHEGPMEEVLIQKYNVDITRRHLQCMLPRTWLNDEVINFYFQM
MSDRDEALFKAGVLPKRSHFFNSFFYTKVSENGYNFINVRRWTRKIDLFAMDKIFMPVNIGNMHWCMAVIFMTEKRIQYY
DSMHGSGAACLKVLLRYLHDESEHKKKQKFNDEGWELVTTTPDTPQQNNGSDCGVFSCMFADYLSQNKVRLAGDDVFTSR
LICRCRLCKRTFRSTGIA                                                              
>Pinf_XP_002899423                                                              
MKDQCEQGVKFCTWLLQNVISTIPSVQHPVLENMVNQVAKSNPQSTIVIEVTECHYAMLYRLNPPSWANDALIHAFCTRL
CATNPTARVPGIESTVTGRNAKGMNESLKKKAQELVGEADLLMIPVNVGNSHWCGIAVDVKRARVLYYDSMNQRTYKTVL
DRLSWDLAKTLSDDYEVVSINAPTQTDGHNCGFFVMLRLWRMVDNSSALDRASLKRLEVSEGSQVVWRVAPPLSQRCKRK
HSSDVHKIQSSDDSSRAVKMAQRSIQIGVRGSAQVTELMGAGTPSQWLAATGWE                          
>Pinf_XP_002897443                                                              
MAEAIARAYPQDTIPIDGNDYHYAMLYRLKPPQWANDALILAFCARLYRTGTGVRIVGVEAASASKKKKSMSEKMKTKVQ
ELLTEADVLLIPVNFGNMHWCAMIVDGKQNNVLYYDSMNLKTYKDVLDRMSWDLATTLSDDFKVVSVNGPIQTEGYNCGF



YVMLRFWRYVDKSVSLDVTPIGLTLLRFRILHFVLHGSKP                                        
>Pinf_XP_002997854                                                              
MIMPGVREVGSFLTTFPVNKNGEGRSIQWRVDGDYVPDRVRFRLVESLVDDALDKLRGGLALDEEIELDSDGERMGSIES
YVVSIEKVGQLTREQLEAMKSLWGLQDTCRNAVLCSGIIMGNILECWPYTPLVGFGFDLTYNNLFCFRDSAWLNDNAMRA
FAVCLARYKNNCTVVIPPPKKAKDAKNGTQPKATKSRISTSTLDKVGESVASHQFVLLPINFGGTHWGCLVVDRDTKVIK
MYDSMGGKRNKKRLQKMAEEIRTGPLRDDSYEALEVTEPVQTDSDSCGVFVCRFFWTCVSSESPSDVSPAGITKLRWEML
HAVMKLRPR                                                                       
>Pinf_XP_002997849                                                              
MFWEPLQERRDYILEQIKELPLRLFSVGKEAIDGYRLLSFRRNQWLSTTAMITTMKVLAEKYTDVGVVSPSFREPKEPDR
KRIVANAYKAFTPTKSKLIGALNYDGAHWVAFFIDVGDRVCILFDPLQEDMNYAKIKASIKEVVEPLLPVNTELTYDNYT
SCFQQDSDNCGLWCLIVLELSLTGMPWHKGLYKLVPYLRLRFLSLCLGYVEEKR                          
>Pinf_XP_002997555                                                              
MARQVLNYHDVQLYESDAALFTGHQWLNDNAINFYLQYLTQTVARRDVLLMDPAVVSCLLHQCEDEDEYQELAIGLDLTS
KQLCIIPVTDNDALGAGSSHWSLLLYSDGDFQHFDSSSGHNHHAARRLAESFEVLLRAAGKRRGSGFSRRLVEVQNAPQQ
QNGYDCGMYVLVLAEYFCRQHAELRLQLPKLIEKLKAEAVRA                                      
>Pinf_XP_002997008                                                              
MDVPYRALLTFCGSSWLDDNCMGHGIALLHREHPDVGVVNPLFLRFQLREQQLTTVKAGNPFAKTNKIVLIPLHIDNNHW
CGAVIDFRRETRRITLFDPLQASKAKYYDTCEAQLKSIFGELCTLLTIKRETRSRQPDGSSCGVAVLMFFECYLRGIPLP
AKPTLAFIRFLRLRYMLKCLM                                                           
>Pinf_XP_002895382                                                              
MKSLWGLQDTCRNAVLCCTWLNSTILECWPYTPLVGFGFDLTYNNLFCFRDSAWLNDNAMRAFAVCLARYKNNCTVVIPP
PKKAKDAKNGTQPKATKSRISTSTLDKVGESVASHQFVLLPINFGGTHWGCLVVDRDTKVVKMYDSMGGKRNKKRLQKMA
EEIRTGPLRDDSYKALEVTEPVQTDSDSCGVFVCRFFWTCVSSESPSDVSPAGITKLRWEMLHAVMKLRPR         
>Pinf_XP_002895096                                                              
MKSLWGLQDTCRNAVLCCTWLNSTCWPYTPLVGFGFDLTYNNLFCFRDSAWLNDNAMRAFAVCLARYKNNCTVVIPPPKN
AKDAKNGTQPKATKSRISTSTLDKFGESVALHQFVLLPINFGGTHWGCLVVDRDTKVIKMYDSMGGKRNKKRLQKMAEEI
RTGPLRDDSYEALEVTEPVQTDSDSCGVFVCRFFWTCVSSESPSDVSPAGITKLRWEMLHAVMKLRPR            
>Pinf_XP_002895094                                                              
MLKDIKAMDRWHTCMKLLAQTEDAMNWAVNTSVKRITIPDELSDGVATEPKECENAIKQLMLRGGRVTSFGSVPYRSLLA
FCGSSWLDDNCMGHGIALLHREHPDVGVVNPLFLRFQLREQQLTTVKAGNPFAKTNKIVLIPLHIDNNHWCGAVIDFRRE
TRRITLFDPLQASKAKYYDICEAQLKSIFGELCSLLTIKPETRSRQPDGSSCGVAVLMFFECYLRGIPLPAKPTLAFIRF
LRLRYMLKCLM                                                                     
>Pinf_XP_002894976                                                              
MLKDIKAVDRWHTVKRITIPDELSDAVATEPKERENAIKQLMLRGGRVTSFGSVPYRALLTFCGSSWLDDNCMGHGIALL
HCEHPDVGVVNPLFLRFQLREQQLTTVKAGNPFAKTNKIVLIPLHIDNNHWCGAVIDFRRETRIITLFDPLQASKSKYCD
ICEAQLKSIFGEICTLLTIKRETRSRQPDGSSCGVAVLMFFECFLRGIPLPAKPTLPLIRFLRLRYMLQCLM        
>Pinf_XP_002997573                                                              
MSVLEKAVSWTETVDFPLHMPSCFKVNQDPNLIDKLKSIPLLSTQAEALELVGKSALGDNSVDILMSNLFASRAEVIAVD
TGLTGNVMNGHASVEIMHNIFLDVTTKKILIPVICGKNHWCSIMMDLSRKEVFIYDPMNSTYGANIRPLAEKLVAVLPDF
VPRKYRARAYQSDLGVQVDNYNCGIFMLVAFEIFCGAECLSLLSKKEIQYLHMLCEVQVILTVFFKHVRPCATAFAKSNT
MGACASRDANRSPRRLSKWKVDEETPTVVDGTASTPSRADDQAAAAATPSRGEPEIDLVLNCVAFSSFLGNDCLTGWEDG
SIQRLNWHTTASAPVNVWKPHTRAVNRIVIGDKLQMIFSCSRDTTVAITPITDKPASETATVLRGHQLNVSTVAVDDAEQ
TLCSGGRDTQTIFWDLTTSHITAKNTTPQNVVTCSTWLPGEALVAQGSEDLSVKFWDPRTPLRVPAQSLRGFVYFPLSIA
AYGENDNTYLLTSSKGFNGVGCEARVWDRRTGKQVIEFQGHQQDATACCFLPSAADKSEKTGPLPMIPVTASKDGTVKVW
DAATLSPLAEAHADGAKRMFTSLCKVDTSTLLASTFGGQVLAYSLDRERRTLAVKPRSS                     
>Pinf_XP_002908944                                                              
MPSHVCSGRSNYTAQGGYTIGKSIGFNESGAYLRYPHAFGGLLLSGQCVEPTTLVCPERAVVLPKRGITLGKTNLCYELL
VYLYMLSYGQKTRVRDQWATIQSWKRHPGWSTADAVRHLGIARPKLLTWKRKYWDMLEPPEEDGQRYRVKGAGRPYKLAS
YEFQALEYYDRSLREDEVVHYADFLRYLRTIPEFAIIHKETQRSRARRFMKRYDPGSEEAGATRAAVNAGDPALHVEAEL
MLPARSAVFFAISYAYIRHSGRESSAPDTIGDFDWSGYKYVLLPVAFSDHWSVVFIQNGSDAKKIYYHIDSLHNGHDKEY
IFACLDWWFAVLHTSRGRFEAARGFSHTCKPRQTNAVDCGIYMLHYLYKVAQHIKQHKPSSILLQIETLAKGGFNASKAN
QARTSLLS                                                                        
>Pinf_XP_002908934                                                              
MAMSFIWSLVHACREGMLCYSWLMSKVDEQFLNEGACALAKRMVDAWPFERLPGFGEGFDLDWTHLYCARSECWYHDSLI
NALMMTLAENFKNNTTLFLPPLYTPAPSKCKRIPPRTLSLVAAADKDLVFMPLNINGKHWVCLVLDRPRTTIYCYDSFDK
RSNQIMLAELAEEIGRKALSDSDNCGLFIILHFWRRFVKEMGSDYTTVGLLRRRWDVLRTVVDFSDASKGEQD       
>Pinf_XP_002908842                                                              
MADIQHKRVALKLKQACEETAEQAIAATTASGQASRIHGKNRKFGSRKEAMAAKIAAAKAKREAKEVADNDVNKSAPAYG
STWNLYATTDMESALNEGLNSAGIVVPEDSNSASGSNSSDGTFSATSLLETLSTSLQIPRFYYTETTMPGLLLSLSLQAL
MEGDNLAELGEEALMDCALKFLLFGYTGAERTTYHVPNACKGKVVPYKIAITPDTPYTREYFAAVLETWYPRIALAPPVR
GISLLTISSFTDSHVFFDNESALETYVTSKEYGTDVQHPKIYGAIAFEEFPDDISTFGDLEGYSIAYSLRFNSTGSVSAV
PKTKKPRPNTISKFAPADNTMKYATRGFMTLQTLVTRFLNCMPIWDTQSKTTNGTCQVDQAVTTSSAENDRRLLQQLEKD



MILGTAFKLLNSVKDSITSMASMTLSNVSVDTIPPLSVERLLVPLRIAPQSYHGAGVYGTPTQAFRYAPFFDKIAVVFPI
GFVLSYLYLVSRVIVSFLMEKETRSRELMRILGAKETELFAGWVLAYLPILLLGAMLQTFGAHGLLFPNSDTALLFVFFF
TFATSSFSYGFMISSLFSRARAGSLAGMGLFFIMFFISYSFSDNTSEASRTCAALLPPISLSQGIGVIAKFESFGVGVNH
DNASEDINNFRFGNAVGMQILDTVLYILLGKYFEKVVPQEFGVAEKWYFFLTKGYWCRQASKLVSAVEIGDVPATNHDTV
EAVPQELEAQENIGRAVVITGLRKEFSVPGGTKIAVHGLNLKLYEGQITCLLGHNGAGKTTVMSMLTGMTRPSSGNAWVR
GHSVVTDMRKIRRSLGYCPQHSVLYPDLTVKEHLTFYGCLKGITNASELAAEITKKINEVGLAEKTYVWSRALSGGMQRK
LSLAIAFLGDSTVVFLDEPTAGMDPYSRRKVLAEENREGRVDTKMDGKLSITVQPHEAAMVVKDGTEDDRTESQRSQGGI
GSFMNQMKALLRKRVQCGKRDFNMLFFSTILPIVAIFIGLSALKFSVVLLNDPKLELSPTVQYSLAQNTPIPFGCPGNLG
PWGDGSTTWCSELVEQKYFSEGATYELEIDTTVYGAISTPTVFGVTYDSPAIKSNDSTGYNLKLAELIFAKGYGYAPGAN
TTALPTQTGIDGQFGGYLLYASESTKTLSYNVVANGSSTHAAPTYKHMIDSAIHRFLLSKASGGSASNVTIRVSSHPLPL
SFKTRSIFSSYLSFPAVIFVVIAFTFIPASMMPYIVKEKHLEQNAKYQQLLSGMSFSAYWLSNFIFDVALYLVPMAATLV
LLRSYGVTKSLSSGDTCDSCTQDVPAAMVTLFVLFGTAIAPWTYLLSHVMEKPNIWYLLIECPVFLLLTVMIDVVQAGTV
RWRIAQAVDKINNARRMYTRVPCTSSKLHIQQKSTGDKVVDREDIDSDVAAEARRVQESFNSFATNSEVVQIVELEKVYP
NGKRAVKRLSFGLQQGECYGFLGVNGAGKTTTMKVLTGDLLPTSGTATINGFDICKERSKARDSIGYCPQFDALIDLLTV
REHLELFGRFKGFDTTYRLKKEVDRLLNKLQIQRFADKLAGSLSGGNKRKLSLAIAMIGEPSVLVLDEPSTGVDPFSRRL
LWNVILEASADFCRYKVTAPKGEASDKQIVTVLSRMFEVVEAAKGRLGIKEYSLSQTTLEQIFNSFAGRHGGAEPERTSS
MASVASASEPDAETTEAKYPEVHVPTSAAVVARAPRMDEETFGSWGAFFEYFDAYQHKTHQIFKKRTSTSATARNADLRD
RGKDTPQTIIPDAFDKYYRKLVCTRSWSRPSRSKGKRHNYFVKSTGCQAQMTGVVIWDAAQGFQVKVTHQETAHNHSLSS
GSYGNHPSNRRVADEDVTDFVDELQVAGAKKKLILQFLRKKTGKHVTLRDVHNIVAKLKEARRGATTVEARLESGLRGFC
SRKGNTATIYVDDEKLAQTIPFQTHRMRRFFEAFPQVLMVDAAHNTNDARYKLFSFIIHDVFGHEAFPAARILLCVFHVV
KYLRGEMAKREYNIEDRDKVEDAVHMMVDAKTELELEAAWGHLKDVLKSTMALDECVDTLQFLQTIAEMEYAKKMTDVGH
MRYAGADAELTKLSKEKMRRQKTEKQRVDHFGHTGHTIEVTDSNSHSGGASHSDEVTSDAQGFPDQSEMRDERRIVRLSH
SSYDETKQVAPPAKRALSDGGHPSSSSSEECSFFVSKGTKSRGRPKIRKNQKQQVKKQRLVNSLKEAKQLVQGTLTPVIT
LSNVATVLKSTYSYESAYEFLSKLSVKTLGPRKQVIAKMVAPSEALSSVKFVFTEQFTHKCRKVLETYREALPDPKSPVG
VRLAKIGVISEDQVQVMVEYQHTMKSLEAVSDTIEWMEATSLNRLDIPEGLNEYVELDKTKATTAMQQIVLPISRLTPFG
MVSNEFVLLLREDLWLNDDCMMHVMTTIQEEHAHVGIISPGVTGTDDPETQEKVISSSDPFQEHNTHVLLPIHINRNHWC
GAVFDFKSTPNRITVFDPQQKPKQLETCEDIVKKIFPEIVAKMDWKQEVWLKQTDGHNCGPLVLPFFESIVRDVVLPKSP
LKALPRERSDLNKAAAGKAQAKSNKPRGKGSALKEATQVASEAIGSSGDAAVDKRASKRCSPSPSSSDNRPNPRFVEREF
NSGSEDDAESESTYDAPAGSVGGHSPMPGEHKDDSVQSLASDQGDHSPRTSVRSESPAVKAKGAPKAGGDEEGNPRKRLS
LAEGLARAKASKAEGAKPSKKRTASKSPLREEKETRRSYRSIFDSSDEEEEKEEEEEEEGAIVEPREVSNDLDQQQEEFQ
AAQRVRGGSVAAPVSQGAAINSRGYWPPEESSGADLFLEVLVAPHGLVGGHTSRGIYEHALVQKEQLFVDNLEAARYVLL
APHRIPLKDFTTCRKKPENRGGLYPLWGYPWVMPENCPTWSSCEDMFWAWVESLKYSPTELRELHEDQQLSHILDQRDLR
VRFAHLVSKRMLPRDITESARLLALTMSAGTSSGSQSGAVQSAPTSSRSGHNPSTSRGAVAYRDVAAPGGSAPRGSGPLH
SGQAGAEVPSYEYEYSAPPESHSRPSAPTAGPTQGPEVDHLRHCVLVLEIALDLGTGGDAAAQAGNQGELARLAGRLDLL
EREVASLHLRVDCRSSSTDLDEAFRMIRRIEALLPRPEPPAAHSQTYAYGAYPAYSAYSAYGAGVRSYGAPPAYGLDRSL
AVPTEARVPAPTPSSTSVTGPRFEELGQGGSASQQPPAGQRTAKDVRHRLSGASSLTLEGRWCTTHHVWPGLQKVR    
>Pinf_XP_002905750                                                              
MSLSLPASATSEGGSSDSSSDIDTTASAASGAAANSDDASPDTDDFKRPCIVQVVDSPSLVEGPADVTYPSWSAWNEYLK
AYSHNHAVGTAQFKTYAENRRLDDTDTKDAVDSMVMYGRKRARIYEYLLGRGENLVKKDVDNIVQRVKAEIRGGLNDDDA
CAATLAEFAAIDGNVVTVDETDAGHSGVISMTSRHMRDMVTRFPELLLVDCTHKTNRGQPVQQSLLERNADWQMSRALDH
LFRIDDKIGDKVQVIMVDKDLNEIRVLRRYFPKSRVLICVFHVIKYLRTASRKPEYGKLSSDDHDAIDALVHNMVYVLSS
EIYETNWTSMKALCTRTGYMAFYNYMDENWNTCTEMWVMYQRSRLAHLRVHTNNHLENWFGHFKDGVNSNMTMTDTVKAL
VGADARTSSEYVFDKTRIGLRVNRNYDEEMCQVLRFTTHFVATHVEKEWLHPVLPLQTKYNNAGSKKAKYTRESAPVLNE
NAFYLLPPKLLDKTGSGVRIVGVEAASASKKKKSMSEKMKTKVQELLTEADVLLIPVNFGNMHWCAMIVDGKQNNVLYYD
SMNLKTYKDVLDRMSCDLATTLSDDFKVVSVNGPIQTDGYNCGFYVMLRFWRYVDKSVSLDVTPIGLTLLRFRILHFVLH
GSKP                                                                            
>Pinf_XP_002905281                                                              
MKLRALLRDNDVCDVVSTLWMIMPGVREVGSFLTTFPLNKNGEGRSIQWRVDGDYVPDRVRFRLVESLVDDALDKLRGGL
ALDEEIELDRDGERMGSIESYVVSIEKVGQFTREQLEAMKSLWGLQDTCRNAVLCCTWLNSTVKPACWPYTPLVGFGFDL
TYNNLFCFRDSAWLNDNAMRAFAVCLARYKNNCTVVIPPPKKAKDAKNGTQPKATKSRISTSTLDKVGESVASHQFVLLP
INFGGTHWGCLVVKRDTKVIKMYDSMGGKRNKKRLQKMAEEIRTGPLRDDSYEALEVTEPVQTDSDSCGVFVDVSPAGIT
KLRWEMLHAVMKLRPR                                                                
>Pinf_XP_002998794                                                              
MTTVDELRKAGAQKKGILVYIRENSVGDYEARVGKRETRVHNESAKVKGAPQAKPKAVKAKRKLITTLVQDDMEMTSKKM
NLARNWISDEMQLVVEKLFSSDHSIVMFDSATLGVEVDESVSTSSATIQAKLSSLSNEKVFIPVNCAHNHWCSITLNLAD
KQAYIYDSNASSYLVSVRSVAQKIIALLPGTVGHGIRVRNFESGLGVQTDNYNCGIYVLIAFENFCGADQVGLLDKKTLQ
CMRYRYLRLCF                                                                     
>Pinf_XP_002998169                                                              
MSYYLREYTPASATAFNFDWQPFGSIFIAYKKNKDSMVATYKPICGITARFPNESYILTLRSSLPPKKLSIARWVLQARG
SDHVPKKAVPYATKRVQTFPVQRNSDDCGIFTLYFTQKMNNSLRQDPNIILLLNISAICSVNKKAMFVPNLFRMQYKTGL
VSNQEN                                                                          
>Pinf_XP_002998048                                                              



MKSLWGLQDTCLNAVLCCTWLNSTVKPACWPYTPLVGFGFDLTYNNLFCFQDSAWLNDNAMRAFAVCLARYKNNCTVVIP
PPKKAKDAKNVTQPKATKSRISTSTLDKVGESVASHQFVLLPINFGGTHWGCLVVDRDTNVIKMYDSMGGKRNKKRLQKM
AEEIRTGPLRDDSYEALEVTEPMQTDSDSCGVFVCRFFWTCVSSESPSDVSPAGITKLRWEMLHAVMKLRPR        
>Pinf_XP_002901517                                                              
MVNHGRKRARIYEYLLARGEHLVKKDVDNLVQRFKSEGRGGIDDDDAVAQALAVFAAQDGNVVTVDETDAGHSGPIPIKF
ERAVNKKPKYVRLSVPILNETAFYLLPMKLLQKKCTTHTLQEMTDQVARSNPQDIIQIEGHEYHYAMLFLGIENAVTGRK
MKTFTETIKAKAQMLKSCAETLFIPVNFGNTHWCGIIVDVKGNQVMYYDPMNQKSYNSVLDRMSWDLAETLSDAY     
>Pinf_XP_002901292                                                              
MSDSKSETPPLEPPAPSSLPTPPSPASETATGQPEASSSEEASDAAPSAPTNSAEGSENSDESGMTMRNVHAASRFQIVQ
CLTVASALGFYEYLLDKGESLVKKDVDNIVQRVKAEFRGGRDDDDTCAQALTEFAAMDGNVATVDETDAGHSGVMSMTSR
HQRDMTVRFPELLLVDCTHKTNRYNYQLCTLMVIDDNDHLLRVDDKIGEKVQVIMVDKDLHEIRVLKKYFPKARVLICFF
HVIKYQVVVSGKHKEHYVDLSNWSCSCSFACAMRLPCQHAIAYRKWKKVSGSVIPLSRIHERWLHPAELEQMPRPIVVNE
FKPGQTKRKALDAATKYRQALSATQAICNELADIEDEDEYKENLDFLLKQWANIRQRKRIKITNSNPFVETDGDDQDTKS
PTELSIRLNPKAAETGRPRLNTKEREAEDKKKRALFNESEEHRRKMGEVTLVQLAQDLQREKPTLQETLDRVSPIPTKWD
RASNKKPKYVRQSAPVLSDNAFYLRPKKLLDKCLSVLPVKNTRETAIEIFTQSQPSQAESDDTQLRGQDLEIHGQNLEIE
CVQISGIGTFSRAHIEAMCYLSTMKDQCEQGVKFCTWLLQNVISTIPSVQHPVLENMVNQVAKSNPQSTIVIEATEYHYA
MLYRLKPPSWANDALIHAFCTRLCATNPTARVLRIESTVTGRNAEGMNESLKKKAQELVGEADLLMIPVYVGNSHWCGIA
VDVKRTRVLYYDSMNQRTYKTVLDRLSWDLAKTLSDDFEVVSINAPIQTDGHNCGFFVMLRLWRMVDNSIALDVTPKGLT
ILRFHMLQLVLHGRSN                                                                
>Pinf_XP_002900923                                                              
MKLLRVIVVDKDMNEIRVLEANFPDARILICHFHVIKYLKEMRSKPEFGKISSDDASQIDAAVHKMVYAVSEETYNEARV
SLKGICERCGMDRFFTYFEKNWHSSTELWVYYLRATLPHFNNHTNNRLESYFGKLKEGVDGSMSMAKCIKALVSFDRRKQ
TDYEYRLTRIGQFRNSNYDEELSTVLRFTTHYVAQQIELQYTVGLEKASIYNFKKDAINSSVITVCGRNKEHTLRTDDWI
CDCELAASMSLPCRHAIAYRRRTKVIGPVIPWNQIDESELAEIEDPAEFDDMLRFMMTQWRNVRQKKIAVEIPEHVKDNA
AVVEEKQDSSNGDEFDIRSSDDNSFHSESPKPDDVKQTTNLPVSAVTIRLNPKARKVGAPKKMKKKIVAGERSDRKWYEA
AEQGRKKAGDVTLLAVVDSLDRGQPGLCEQVMEEEVDTVMLPLNVENFHWCCVTVKVSSKRIYYYDPLNQATYKSTGKAV
ATHLKTSGLHEYDVIAQMNFIQFDGHSCGFYVCWQFIRQVLTGRHLEINDTSLKRRRFELFYYLLSGQLLSVVTESSADT
TTNDNTEEKQPAPNASEDDNVDDVIPPTQPAQ                                                
>Pinf_XP_002900390                                                              
MELDFGGQVTNYECVVEKSTNVENAGDSVTNSDTNSEGVGGRTIDLPLSVDDPEDEVAPLTLSAGRPKEPRATKKVKARK
GIEETKVLAHQLTSLDGCIFVAALHTAHQAQTVGQNRGGVAEIFVVDPVYLGFKVEAERKRMIDTELQILSKGASGRVVF
SPVNIQVDVAHWCGAIVDFRSCSIWIYDPKQKVDYIDEVEDIMKSSVVPLIDPAFVFDFKYSSAWLQKDGYNCGVFIVKW
FETYLKVAMHTVPEENRSALTPQQISDKDIEKCRYEMFETVCLDIFES                                
>Pinf_XP_002898862                                                              
MTDLATPIVLHLTEHKSGITVNGRAAMRLGLTSPSASQASDRRHPLAVASRSSVFCPIDVDGDSTDDAKSPASRHHDLSA
LSSPKRGPSVLDLSIDAAYNNGTNRRQTRAQELEYDDSEMQHSEHKDDVEWPGSSASQSPGRKEERKKPPLNFFFNVEER
STPKKPRREAFGSSRRESSSARSSPAPDELHEVISAARTSICGQMFDRCELEFGQDRVELTIWKDNKARWQGSVKYAHMV
RFCFSRVNRSPYILLLELDNSRGRSEFATFYDPIFAKVCEENEAKGKATPKVYGVVFYFDEEIDYMRCQSMGDNNPKLAH
LFKEKLSETEVRQFLKLDMPFRSRYPRRVEVKPSSSSGAGRSLASRVGCGARQALGSVASFFRPTPQPSVLEEDENPSVV
RDRGGSTRGRTLNLSRDSGRIPPDLDEKKAPIAVDIDRQYRDLGADSAVDNVVVIQNTHQDEQDTRDNSAASSPSQEEKT
SDKTESRKRAATSRREDEKLKRRRIESRRNEVLLTYPYDGSDTSGRISVTLGDVDRLVPGEFLNDNIIDFYLRFLWRHLP
PWQQQQTYFFSSHFFTQLNGTNGAHELTKADPDERFARVARWTQKETNLFDKRFLFIPINDSFHWSVAVFCNPGSAIIKK
HRKVRRRRQKLATDKKEVVDLVDGDGESQRPSDAEANGGDSAEEEVEEEEVQSCQEDRLANSPCLLFLDSLRCHRKKKFT
KMLRDYLECEWKARYAASAVSVSKDEEKLDPNESIVTVFDSESIGLLEPNVRSTRLLTRDVCC                 
>Pinf_XP_002898418                                                              
MKVKASLALKEYNNGMKLRALLRITTSIQWRVDGDYVPDRVRFRLVESLVDDALDKLRGGLALDEEIELDSDNTCRNAVL
CCTWLNSTCWPYTPLVGFGFDLTCNNLFCFRDSAWLNDNAMRAFFCGFVASHQFVLLPINVGGTHRGCLVVDRDTKVIKM
YDSMGGKRNKKRLQKMAEEIRTGPLRDDSYEALEVTEPVQTDSDSCGVFVCRFFWTCVSSESPSDVSPACITKLRWEMLH
AVMKLRPR                                                                        
>Pinf_XP_002897766                                                              
MKSLWGLQDTCRNAVLCSGIIMGKILECWPYTPLVGFGFDLTYNNLFCFRDSAWLNDNAMRAFAVCLARYKNNCTVVIPP
PQKAKDAKNGAQPKATKSRISTSTLDKVGESVASHQFVLLPINFGGTHWGCLVVDRDTKVVKMYDSMGGKRNKKRLEKMA
EEIRTGPLRDDSYKALEVTEPVQTDSDSCGVFVCRFFWTCVSSESPSDVSPAGITKLRWEMLHAVMKLRPR         
>Pinf_XP_002997809                                                              
MEHGAVSVPMTVFADMFKNLSTEKILIPVCCNKNHWCGIMVDVERTEAVVLQPFIEGNPKLYELWSPLESLQTQQSDIRR
CHHIAIAGKFMFPNLGWVH                                                             
>Pinf_XP_002895446                                                              
MQLRALLRDNDVCDVVSTLWMIMPGVREVWSFLTTFPVNKNGEGRSIQWRVDGDYVPDRVRFRLVESLVDDASDKLRGGL
ALDEEIELDSDGERMSSIESYVVSIEKVGQFTREQLEAMKSLWGLQDTCRNAVLCCTWLNSTVKPAVSDPASAGIIMGKI
LECWPYTSLVGFGFDLTYNNLFCFRDSAWLNDNAMRAFAVSKDAKNGTQPKATKSRISTSTLDKVGESVASHQFVLLPIN
FGGTHWGCLVVDRDTKVIKMYDSMGGKRNKKRLQKMAEEIRTGPLRDDSYEALEVTEPVQTNSDSCGVFVCRFFWTCVSS
ESPSDVSPAGITKLRWEMLHAVTKLRPR                                                    



>Pinf_XP_002894931                                                              
MVRTSKTASILRAMAVSCSSSSDDAEADSDSSVQSDVGVSSSVINNGIQAAQATDALDEYTVADLETARHGDAAQSEESL
RSSDDVEGAAGDTLNEEESDTSGTSTSTRSRKRTLMESNVELEYNYQLCTFMVMDQFGNGQAVQHSVIERNADWHMLKLI
EHFQAVIHAEGDHVAHKKQMIERNKYKCVQSVFSRLTSELTGLPDAKFTAALDHLESWCDNLRQGNVALPLTQSGTSDSE
LLPTQVAVSEPESHNEGKGSSVHVAETQGITADSMSADPKPEVNLQKRAKKAARKATPKINQFNPRAPKLGRPRKNRAAQ
DAQRNADRKEYNKGAKLRNALRADDVVHVEEFLKSSQPSLMELSSYLNTFETRHFGRKERNITVTKRIPPEDSVPYRLPE
AMRLPGFDQGFHLDWTHLYCARDGCWFNDNLIQAFSATLSAKYGASTTIFLPQLKTPAKDKGHRIPPLTLSLVAATNMEW
VFMPLNVNASHWTCLAVNQLQKTIYCYDSLDKRAYHNLLEELAQELVVRSMTEPYEIIAVHNPIQNDGDNCGLFVCLFFW
RRVYKEAPRDYSKTGCLRQRWDLLRSVVDFSDSSKNAE                                          
>Pinf_XP_002894911                                                              
MPLNVNASHWTCLAVNQLQKIIYCYDSLDKRAYQNLLEELAQELVVRSMTEPYEIIAVHNPIQNDGDNCGLFVCLFFWRR
VYKEAPRDYSKTGCLRQRWDLLRSVVDFSDSSKNAE                                            
>Tgon_XP_002370778                                                              
MASQRVQSGNSLSTLSFYKESAASPLPHGLPTGSGRETVAHVSSRGVQTPMAAGAGSASPAFLPEVDEDLRSADCTRRKD
SRDGVASADRQRRRSLCFDTSVATFSSSSRQAEEDFFRDRGEAPHERHPTQDTELEFFDAQERETDSPDSPVGETASLFW
EAERDGSGSKLVTCSQMRQDGLKSDHDQAGEEAERQHRGGRERGGERRGGAQCGERDGNTEQLLGRHAFVSLLREENKRP
GHKDDYLPAAASPAADRSKVPCTGGSSTSSFFAAGLLSTDGFQATAKKEATRRETVQEIQARQATIVRAAHGPLELYRSY
AASLQQKLDLLHERERSARRILETLPDRREQLLSKLKVPPPPPLPLVPVRWNRRSPMRCDEEALVAAEALLTCSDPSAVL
IDKFNIGLTAGQLECLYGSNWLNDEVINFYMQMLQERNKKQRALGQNIWKTFFFNTFFYAKLTGGHSADVTYDFASVRRW
TRRQNVDIFAVDLILIPLHVNRLHWTLGVVDMRKGKRKIYFFDSLGGTNKTWFATMRRYLQDEHADKRGKPLEDIEEWCI
PDDFASEVSPERSLDVLGVSVHFQKYTPQQANGFDCGVFICQMAECITDGRSFDFSQKDIPHIRRKMALQIVGGELDP  
>Tgon_XP_002368648                                                              
MYRQSVQAHRAKKPPLPISELVKECDREQTKNTRVSRPFKQPRAALPAYPGEGILSSRQAPRSLSFGGDGGKSSRFDGHT
SLEESAADDGSCRAEKREEERPQDRKGEKRRTPRSARSRSLFGADEPSEEDAPGEDELRQRCLPRRSNEGEMVTQRFKEG
EGENKKRMGGKKGDRTTHSHSGRGREDREDYSEDGDRSPRLLGRHFSTFSSEPCTDTRKATSTVGTDPSSSSSSLSSAAP
FSSSSGSGTVTSCLAPSWLLSTLGVSPNPTAGSSCSSSSAASLAVPRVSSRTSGDRGPTTPSEQSERGEKRVSFSRGGSD
NGRRGDSGAETVARGRARVKSSEERPDADPGERDERVREQEREKGRAARDKSAPRRRGRHERRSERKEGAGETTEESSEG
DACFGGRRETKKRRFLDRSGERDAPTSAGETEAEEKRVACRGQAPRRAARSASGGREKKREGEKTRRTPDEREEARRDEE
VSDGGRAKLENRSVSEFGKKQERRSRDREKTRQDRKDSRHGSKRKPSEKKTDSSASFLGAPSVLLYPPSTLFGSTRHSST
LLASHASRPFGAPNFSSSLVPGRSESLSASAGLLSRLPLEAALSSVSCGGDTRGGGEVANGDSERERDASCGVQTLEREA
AELSANKPRSPPLSLGALLQVSSRLAMREGKKEEGSREEGSGEREQTTEASTDSVENAERSEGRGAETEGEEAVPESKSE
LEEDVEAGASDSFFGGEAEDRDGDETGEKKDPQDACATGELWAERKRKNKRTARRCSVGIQCESVDSARGKKETETPFPS
LLQEEESEREKERQQFLRFCQQLHPSASPSLLFNDVPSASTHSRPTCFPVSDARDPKEFSVEKNEEVLSPSLPGSPRTLR
DRPLRHFAPLAFNSSASHPRLLVCSDPLEMEASSPCSSSKHPCSASSPFSSSGFAASSSFQPLECVSSFGTAPGALFGEE
EERVLTSFLGASETAPSPSQPASLCASRSRQSVREKEDGKQESFLEAEREKAAALWRLEELKQLGRQVSLWGERRLLSGS
FFGGEEGRTELLHHLGVQLEEEGVSDPEEDDEEDFQESVQQQLLFFQRMQREQPSLFPHTLAKQREEARRAETKGGEGQG
ETTSEAPSASLASGGKKSGESRDLSGKAKEDDACSVHSDSTVCLPPYFYVALSPAGGSPGKSLQTETLSRSRGDVDRGPV
SLSSFDSKVALQGEEGELHARGSGENKDERTGEDTRDGAQGEDKRRELSPEDAFVLQRRHEMHLWRRLLEGEEERADVSQ
ATTCALLRRTRRARVSAPAGVAVECWQHRDLTLRAESEEKEEQGEDSQESELRSDAELCSVREEAEEGNGEGSCEEEDRG
DGQAETETGHARVVREVDAVGDWNEEEREKALEEAAELQAESLDLRFPLPVAESPPCIDHESAEETEHRDRGEDDLLSGD
DEGGGAARRWLSLSSGRDNTEPQKPRGECDGSDQERAPEQKEEELPKTSHAEDADHEVSPVDGGGADSEEATAQEQRGDD
PPSFPLLEALATAASHDSLLGVGATFAGQEASLHFQGRSDVQVHTRLDKVPDFSSASCCSPATPKGPFRSSVRQVTPSRE
REDESAVVSGVATLEKDGEREAFRQLEGETPLKTLKVELEEEIRVDFCREKSEDAGVVFSPGVSESVGGSPLAEEKKDSA
RVFEHSFEFGGGPGREEQGNHDEEVEGPPPGPEKISVRSSELTSDLPSSRSSSSLLPSSLSVRASNSASGLRVEVERAAR
ETLRFASGGQEEREEEEREQREEEVERERGGKGERGADSSAEFSCQVHREEEGEGRNFGGDEGLPDRNEGTDSRERQQRE
ETQGCLQSERCPGRPSQGRRHSDTEARRPEETLASPELDAPATGNDSQREERQDEEENAKKKASLGQDVCARGRSQEGER
TEVGMCGIQAASQPDDSEDRGIGNAQNFAVSAFQIFSSPQRSCCSRSPLHAATPLPFDVATPTPLREVNEEREEEEREES
AREEQETRATGEGKDGGEEEVGDSRRSIESESEETGGSNSREEITSCPAYTIQTSPDLQVSPEETDDRHLSSSWESPSRP
EKGVSGDDLVGSSSSLTEGTEDFFSLVSSGFLPCSFQPPTPSPAFLAALQDSPPAAADGSGAVSSSALPLPAPSPLVSPS
CLHTQALERLGRGTDEGREESGEENGGGNTAEIDAENDSENNAPNGGEGEKENRIEGVRSPRRSAAEPGRLRGPNDGAAF
GAGVNPGEYMQVQASSGGEAERRESRGRTTSQGATRERRETAEGRSSAFRERGKNSSRGSDSESSRDREKRWRTERRDST
CSRAASAGLHRKKEEQEEEQEEREEEKDEECVETDLMSPKIAAGALTVSHICASLETRSSRQEDMSEGSASRQRDENGVS
CDQDVRCLRETLGTDSTSPVPVSPASPFSIATRSASAADPSSDTSSSVRLSGPLLPTTSASVGGLCSSTSSDSVPRTASA
PGLCSPLSSSAPSCCRPSAASSSAFSSLSSPLHLSGSARGTASAEQGCETPRPPYLSSPAKKRKGAEFPPSDSDTAKPSF
GLRPSPASRSPLCSARGELERESANARGETASDWEAQAFQSPLTPVVFAASSEAAPRSPGEKREKERQTRALCEAPVLVL
SDEEEESLGTRGVSPLAPRPSEDMTGASREEKAAQRLAGVRGEHADETRGVEDVQGAVPERESDREERVEEREGDSTEEQ
SLERDADERREQKTAREERWRGLERNEPVEVEPALGVEEDKCGVGTALCENKSAKSPAKAERWHLSKEDQKTLAALLQRL
GRPRASDGEVLLHRAGIPLTVKSLRGLLPGGLLDDEVINLYMVLLQERSDRSVRRSQSGASSSPPLRCQFFPSHFYASLR
KGGFDSVRRWTLRKKVDIFRQDVLIFPLHVVAETHWALGVVNFRDDTLEYYDSLDYQEEGREFGERIREYLRREHLDKKR
RPFAAETRLKPLVKRVPCQENSSDCGVFCCQFAEHLGAARLAFDFTQADITSLRYKMMLQLCQTYVA             
>Tgon_XP_002367392                                                              
MGKTPMSQKSICAVSGPPSPLAHLERPWLSAPWCGLHSGELGGRMQSLVTLEISENGLAVVDFSVVSPASSPGTQEVRRS



VLARVKPLELRQVVSARVRTANKPFDEQAFSCVSKNDDDSRLGPECRRRSPSLPGDAGKDRALLWPAVWTAPKGLSRANE
SHKQSAASAACGAQAAFSSLRSGPPPASPLSVASGTQRHNSTAFALLSRPHPAASPHASPPALTACGRKPDKASEEQPRE
VCRASEADPVHPVPPGVHPDVSGELRAGEILQKIRNHGDQNGACAPVRSRGGVAGSSTVSREREQGEEETQTLCITTENA
LSAPEGRRLPDSSGEKESHPYVATEQPFLAGLRDRKACGGEPLITQTSELERPTRRQTAVSSDRRPPREREKDMLMAATQ
ERLFAGSRHCESEDIAVVVLRLKAGVKLLGRRAAHEEKRRNAEGEAGESSTPTEDQSASRETGDKTQTAPEAAASGQTST
GGKLQESFGDTRLVGSHVNRQTTEEARGVSVGGVEETRKAREETRKARDAEDESVLILVLGPRLQDLPMWDSECFSKASG
GLALVEEHCFVQKVSPFFVGRGGPRRSHPEETGESCGVSEAWEGVVHLWRLQSLSEGDWGEATGATGDPTKGDSLCLETA
AREGEGPVRDAACDLKEKGAGESLDNVKEEKRRRLQREGWMEAVGGEAGGCRDEEDVERIREAACLSNEIRATCGDTGFA
AEFDAVQTGGDAKDEERETNADSRKDAQTRRGPLTVGHREGEKGEGEEGEKKEGGEGKMERGEEKMEGGECGVEEVIEQK
MELVSEAPKGDRPSAVCRRFSVRTEEQRSVGQKRQSCSPDLLSADAERRLKRNDDIDDSILDFFLRFITRHVMTAQQRSE
FYIFNSFFLPSLSKFGSDYQGAHKHHTRWLKNEAVPLPLKRVVFMPVNHDNMHWSLGVILNPFSPIHPLTRKGGATPFLG
KPLSPRLLSPRPLSPFGSRETGRPGVGCGVKGPCVAGSFWGRSGGLTSATEEDAESSGARTSVLCGILKRRLRGDDANNG
FLETATFRRPPTGDAGAGETATILGSSGVRSLKKLRRTGAAGEGGNEVLGMTKETKGEQQATKRENEQHTKCKEEHQTNR
ETNDLACTLPLPDGAPKALLIHLDSLRVSRRARLFGRDQGEQVKNFLKNEFAAKCGFAAPRDASYCTGPCCWGLGVPQFK
AIPQQENGFDCGLFVISFVLHLVLHPEAFQALLCRAESKHHFSPLPRGTRRSSVYAPGKAAPGACSGPVGSAAKGEAHAD
SREAQNESAGNAERKTIRVIPFASSSEDALPSTPWFSQRDVTFRRKQLLKMLAYMREHPNWEDSPGDIEHLRALLVAEPA
CKSELRAERSSFSHPSRRR                                                             
>Pfal_Q8I583_Q8I583                                                             
MNFYKLKKKGEEDYDKYISNKEKKKKVDKNFLYEDEYIHIRKSRDRKSEVSINDEEYVLKKKKNSNIYESKRDNSVMGMN
NINNKIYKDKMNKHISNHKKNHNKNIHKNNHEESNSGGFIWNYMKNIYSSVTSAVKNNIFTNDKHNNMNDISSLKKKHIS
NNSRLIDKNLKKNKNNRDSHFNEYKYDYVKEKFKDNISAYDKRHEQNYKKIYQHDEYRDQDEYQDEYHDEYQDEYQDGYQ
DEEKKKEIDKYKKKKGNNTYYDFSENDFKFLFKSDNEDFNDNNINYENNLSRMNIVRKDDKIKNTLYNDIAHHTDEYIYM
DIKKKKKSQLINKNIHQDNIIEHDKSKQKNGLLEDTIFNHKKSHSNLQRGVRQKEYHDNKNIFDGDNNKNNNDNKNNNNN
NNNNNNNNGRHSLFNKKGRHSSNNLYNINDNKNDFFLHSSDEERDKKYKINLEVKKEKTKNHVILSNENYDGKQDMDNMK
PSKSSVRNINTIQNDHNKEDEIMFKTHTQNHNSTEKLYYEHIFEEINKHTNDTQHFKENTSNAVTNVIKDTNEKINNIDN
HITNKNSDIQNEKDSYVEYDMSSNKCDQNDLLNITTPITDHDTNDLHNINSNNYSTNLNKEEVFNEEAIKDNDILKKLRY
EYKNLINIIDSFIDETLNYDLDKNSPVSKLHLDEKNDKMCNESKDHFLNNKNNFKDNDADEVYNNIDDDYKNSMKFIEDT
SSEDKNKYVILKYDEDSLIEALEKLRIDKKKKDKLIKLKEKYPEDIEKDAYDDETKKKKIDKNIFFKCSKKEYYEKAIII
LNEKIENRVLIEKFNVPLLYSQIKCLIDTRWLNDEVINFYLSMLQEYNEQHTKNNSLTFIPKIFTFSTFFFQSLNFNGSY
NYSKVSRWTKRKQVDIFSFDLILIPLHVGGNHWTLGSIHMKDKKICLYDSLNGSNKKFFEYMRRYIVDEMKDKKQKDLDI
SLWTYSKEGVSEKGIPHQENGYDCGVFTCMFAKCLSFNREFDFNQRDIKDIRLKMTYEISQGCLVF              
>Ptet_Q6BFT1_Q6BFT1                                                             
MNKKSPQKPKQQYSEDQFEQKLKEKYGQNIIYKNPISYTQMKDFNFRNPSYGVTVEYNFLQKIQDQGLLESSQLQFFMNV
FKKAYQDVKLAAASCYFFSDLIVTQEQAIQPQQQPIIFKLDWKRPTVQDTPQEQNKIQEPPKPTIEKDLSSTQNYQLQNK
QNSQEIQKLSKNDNNPSEIEQSKQQKKNTSKKDAEIQSPKHQNQQPLNSQETQSKPSGQQHPRSEIIQSKPQQDPKSQEV
LSQTQQQDFHHSNRKYKQPDNKQHTQEKAFQSQIQDPHNDQTELVNPPMYQLNNTQEIQIASIKQQSTISEETQSNSQKY
SKESQQFVDVQKDFQQQEHHQLNQIKNQHDEINDKSLQSNQSNQKQQVIGQVNQQTQQTGTSNQKPTNHTSQINTSSKDS
TQKKPQNDSTAYKSKEQNQNWQVTQDQQHLNQVAANQDNSRVKADQNKQAFQQNQKEVPESQPLNQEPAQKTYHFQFTSQ
AIEQKPQKEILSMPQLGPLIKQFAENNNLSENQLKNQDYWFFPINQQQTHWVSAVVQFNPKKIYYFDSYYEKIDPLIKKG
IHQILEYCNFNSNDFEIIPYYNRQENCYDCGIFLLLSLLYTLRRKEYNYNQILINNWLLLELKQRQKKTLWKNQLAEAQP
LTIFIIFQLYLKINPITNEKGSQSQTLTQT                                                  
>Ptet_Q6BFT2_Q6BFT2                                                             
MPQLTKQLPTNILQIDDKDSLELTIPDAPYPPPQPNNLYEPYYDKQQQENTIQTPQDNRQVIEKYYENENGKKYQFIVQK
IEITKAEEGKFRIKSMQNKLDEYLISKSLNQSLNPIYQHDFSFFPINLRNAHWISIIIDPKKEIILYQDSAYAAMSQDIK
EGISKIIDYKKPSKIQWKLQTKSPQQKTSQDCGIFVLYALFILFTEGQLVQEKQYDQTYISMVRQNLFQLTVKEAESDLN
PELVERIVRGC                                                                     
>Ptet_A0CG81_A0CG81                                                             
MGNICVSDSDSLINEDSQINFNKIDSRPGINAVALPANKSLENIPIMPSPDSAYSITYMESMDVIQFTSHKFLILQKNSV
YIGEINQKFQKNGKGNLYLQDVDNNGNQKFAVKKGMFINDKYQEPAQTSLFGACLDVPSDSEITEEQEQQKSIIQNNHQK
YNKLINDKDLNSITDKNQLRANIVDGYIQYLQQLDEQLYWDTPPQKREKFQRTIIFQSTCSLEDSNQFQKKLLRQFGFVQ
FWLIYKKIGFVIEHDHNHWYFVKVSITEDKFIIYVYDSIKCSRPFYENIKHKLTKLFQILLNRKLQPNLVIKENIPQCYN
NYDNAVYTCIFAIMFRSNCRNKLLKMSPLEMRSELRKLFLS                                       
>Ptet_A0BY28_A0BY28                                                             
MKEMNIFRPRIPSGHQLRPINESKQLKNQFYNQRTTVYSTKNKEDVYIQSNKGKQKQEYNQGSQTKQQILNRLCDLEQLT
FRNIKEQEKLKQQKYDSLILSKNQLFYCKSESYEKIDDKRIKIQGKRYLTELDINFNPRYLIQEGKFSANLNTRDFKFEE
GNEYLGKSNQIKPQEKIENQLQQQSEQNKTKTSQFRAQSLAPSRIIIREQGIIVNNYRNLQIKRVNKKVWCKYNQQINER
DETILKSKNWLTSSIIDSFVFYLNLESENQYFKTSLDKQEDIKRILFLPTTLTTCFGKSYDFKKAQDLFQQELLQFQEMN
FEIKNFYTKVGFPINKNNYHWQFILFDYEKNTVELFDSSKYLFDQNLIKTLQKLLNLENAQVIENTDFGEQNNGYACGYY
VCTFMLYFYQLQFPSQFQCPQKIYDEENITKKLKEIIKNMEPQ                                     
>Ptet_A0CAQ9_A0CAQ9                                                             
MFRGCQFLQLPYGYFSKIDQNQREKKYKINQTTHICETKLLKETKSTTEIGKQFDSILNLYKIQFIVINTDDCQFDRLIL
QTHIRFYCQSDSYLQLGLAEKIYGKCYKTLFDSDKNPRFLISEGLFTINLVKQEYILDGEGIEYCGKSEFIKNQGVFIQG



VFQEPRRERKAAFQSLEEDFQPRKRSIIISDESNEIIRSKSFDYDNKMLKGIQQVNQIQIQYNQQLREQDFNILLRNSKE
WLTSSLLNSVVEYFNWKSEIKVNQLPLKERLKIPRVLFIPSDVTTSFGEYEDKTTYMKKAKGLLQTQLLYYKELNYEMKQ
VYAKIGFPVNVNNAHWVFLLFDLRKEQILLYDSLSSTSIKKCRPSALTKAIGSFLNLNVGECKIVNYVKQRDSYSCGYFV
SSFMEFEYKLQFKQNYKYCYDQNKMKTKIRKILKQA                                            
>Ptet_A0CE12_A0CE12                                                             
MGNNCVSESDSLINEDTQAKFNKIESRPGIYAVEHSSNTCIESISIMSSPDCAYPITFKENMDVIAFKGHKFAILERHSV
YYGEMNQKYQKNGKGKLYLQDVDKNGNQKLVIKKGIFKNNKYLESGQISPKGECLDETLDSKITESLDSQNSPMQNEFYK
YNKLINEKDLNSIRDTNQLRSNIVNGYIQYLQQLDEKLYWDTPPHKREKFERTIIFQSNCPLDSYDEFTQLIQQFRFVKF
WLIYKKIGFVIEHNPNRWYFVEVQITEDEFKINIYDSIKCSKAFYQKITLKLTRLFQKLLSHNLEAKVIIKDNIPQSYNM
YDSAVYTCIFARMLRCNCRNKVLNMSPSQMRSDLERLFLN                                        
>Ptet_A0CF57_A0CF57                                                             
MMQQHRKLIKTVEVTDSTYVRVPVIAQSEEPFNTKCKPIILEQPQQSVFVNYVKEKLDKLKYYLQPPHKIYFIKHGGHNN
ENDKCPLNNQFQQNQNVSNKRTIHLISKDTQNILPLVNPSGNINQLHFQEKLNLKAFQKGVQKHCQTYKHGDTQFDQLKP
KLEYERKEQMKRESKPKLKCKCQQCDIVLDQSNENEIVMQLKQFQLQTKVGNEMVSRKTIHYEKDLFKLESLKEEGRIKK
FEFQETFPKIKLNQNIGKWEQKMFEKTGQYWTSSMIDGYGNYLSGLDERYYFSLSSAEREQYPRLFIFTSDFLTNCNLES
PPLKEKWLLLILEKLELFKTIQYQFWLIYQKIAFIVNKNNSHWYMLTLDLKERFMVIYDSLSGSSQHYHKVRALLSYVFY
ELQKNQLKNIKEDQYEFKMYFKPKFQSQNDSYSCGYHTCIALEYFSNTHRVKDFKEKKDIKSDLKDIFYYEQL       
>Ptet_A0CVV4_A0CVV4                                                             
MNTCFLQNKQRELTEKKVIEFMRYLFGIYYQSKRITFEEKDWDQLEKWIAAFKKMWFTQKPIHKVIHKIGSTEYSTLLLL
PNHNIIRSITNSQNTMLLKNSSHCYYNENEYLIQNFWNQCSDVINQSMLKFTGKMQQEQSFIAKRPNDSKIWDKFLGFID
PVYLIPRGQGKLSNQERQMLFECDQFFYTIPSAKFTYSEFDIQKQKVQSCPGDGSDFRNIKPIVVSDEFHITPNFAKALF
DGGWLNQILVDYFIRQYYPQQQLINHREAKYQIVLMDTRQAQDIFSSQITQVDQINLEYANQFFNPINCQENKSLRLVIL
INVDRCHFICICIEEDTIYILNSMNSTWSDEIVGRQISKIYSLFREKQRQLRNQSCFIEQSANFLELEPKQKVVKVPQQR
NAYDCSIYTLFNSMQLIKHTDISVTEINFEVGPKQISELRLQFLHELVNNNAFLSNQKKWYLNSR               
>Ptet_A0E230_A0E230                                                             
MWKEFCSFCSLFNCIKPRDKRIEPERPQIPDDSEEVNNQDIKNNNRELQNQPNVNINEEVYITRKFTYFEGFEKVEIKND
KYDKLMIFTNILFYYCEERTEQNQFNQYEGELYKTKYDEDINPKFVFEQGMFQINLEEKSFKLIQESIEQPIGITEDFDE
KSNNLMNDQNDRFQDNNKRKIRINDADTHKQVNINHSGDNYQLHNQKKNQQMFCKFNQSLTTNDVNILSEKKWMTSSIID
SYVLYLNKSGEEKYFALQQEQRKSIRRILFFPSSLTTNFGLNFDLSKVKGLFDNEKPQFKQINFKLQLLYHYIGFPINKN
NNHWLFLLFDLNSKKVFVFDSMNKNLSFKEQIDLIAEILNVKNPKHILHQHSDQQKDGYSCGYRVCSLMKFYYENQFQET
DEANYKYNEQKIIDELKTLIKM                                                          
>Ptet_A0E7Q8_A0E7Q8                                                             
MLEKDQFIQVTLLLIVIVSYLGHKIHGEQQNQLKKLIQKVAQSCSQDYDDVITQISENIQGFFQDKVPPLLPQQQKQKEK
KSQSNFIIRHYEKFFIAQYSNQTNLKSENSVQIKCQTNEILYAKKFIDNNSDSFTGEGFQYKVTYDNNLNPNYELYEGQF
LNGLKHGIGKLYGQKSENVYYEGEWKNDKMVSQRKEKFQTDQLERQSLIKFIIRDGDQIVSQNKRQIEKRKRVDDWIKYN
QQISEHDIDRLQSKSKWFTSSIIDSFALYLNIKMEEKYFQIDPNERRQALRQVFIPSQIFTSMQNEKKDGNQEIFQKHFL
EYKIIEYKIEKIFDRVNFIVNRNNAHWFLIQLNLRNYEMVVMDSLKNKHQYYNFAKDILNQIFDNKIKRITLSNQCHVQK
NGNDCGPYTCIHMLEISEIQSKLRNPSEMRDFLLSKLKQD                                        
>Ptet_A0BUY0_A0BUY0                                                             
MLKQIGNRKNGVTIDQNFIKILENQEFLTSSHLIFFQNVFNKYFSNRRNIFLVDCYFFAEFMPKLTNQLSNDLIDFEKIN
KIKQQIVDKKTCQSNIISNSANLERNQPIQQAKEEVYKAKTKQKKFMFEIISINEIKQVDEGIFKISQLETLLFQQTLNN
DYQKGSSIANYDYAYFPINLGNSHWISVLVYFKEGKIIYQDSLNGYKSDIMAGIERIIKYKCTKNFKWEIQKNTPRQTGV
SDCGVFALYALFFLYTRGEVIQSDSYSETFIIRVRQNFVALAKAELNNNLNADQVIDLVNSF                  
>Ptet_A0D1J2_A0D1J2                                                             
MIKAKKKQQQNKMEQLIQNKRQEHLELLNQLEKLEIQQPSKDIQLIQTITQQQKKEQDIEIIAAPQLVSPKWLMNLKPTM
TYECDVVVQEESELDQIVKHQLKEKIQKQKEMQQQAYLELINELDLQSKHHAYDEKVKEDFKCTYQYLSQGRLVSIDIKY
YDFLKLNPQNYVNDTIINFFLRFIENDIFKNKSLLIYNTYFCTRLLSFHAEYKQIYAQYLQNNQMLQRWTKENIFMKQYV
LFPLHLREHWAVIFVVNPLQVCEQLCNNNYQLSNDVNKNGYLIYFDSLLVQDQRIGIQIKFYLMHVYNQEHKRYTDDQIY
EIVMRSTFPVHQPIVPRQTNLVDCGLYMLEYVERFLMNPYQILNNLEQDHLKWFPKVMIFIKRILIKKILNALSSGQKDY
ALRYQENCRMIDQQFTDSNQYDYIDEQLLEQLQVPRLQFHLSEDYNYYYDVSPSVGV                       
>Ptet_A0DTP1_A0DTP1                                                             
MSEELTLQKVKENIFWADYYKESYKFKDFNIRKHGVTINDDFLSVLANNQYLTAQHFVFFQGMFSYYFGEFLVLSLDCHV
FTEFIPDVSNTILSNMMVTQYQQKSTPNLFQMFESQYEQEQQSTQETQSQNNSIFQKTLNLIKFLNPLRFLRKSQPQQDL
NLQDSFSNQFSFSYQNEVSQQKELLQKYNFQVKSISYEKKDQQEPTQGIAKGEMKINNVIILENEKGKYQFNKLNIQIKN
LKEKYKFSTLVQKNIFSLFKYTYIPINLQNNHWLCAIVDFNENQIQYLDSNYQIQNNVVEGLEQMQNYQGEQTKWQIIEG
SPKQENSFDCGIFCLMALYQLYKKGKLIQPNSYNQQDINSFRKQLLHLAVIESQHDINQKLLNIILDFKHPN        
>Ptet_A0DKW9_A0DKW9                                                             
MNKKESIFIQEIPSQRVKTCEPSQNRYAETQKCKYPSHPIKENKKIKFLDPPGQQGRPELDFQKLISEKLIKYRENIKNP
EINYDIQHYDHKKQKLQNQKMNEQEDLQFPKLVSISLNKFPEEFEKSIQSNFDEILESNKLIMKISFDKIEIYDKDGNLK
EIKKSFPFSSKHQSKDIMYNAIFRSKDFLILKSTGMWLTSNIVDSYANYLRLADEQKYFTSEVEVRKKHRRTYIFCSDYI
TNCSINTEFNKEKWLTLFYEQLSNFESIQYQFWKIYQNIIFVVNQNFHWFCAKLDLEESIIEIYDSLYSNPEKYERLILL
FQTIFSEVMSTIPIFKIKIIREFPRQSDYNSCGYFSCIALNYLTEKQFNTEQQVEEKQGQKYISKQEMKKILRELLIEDQ



NS                                                                              
>Ptet_A0C278_A0C278                                                             
MSDKNYRISDVSSEQGIKKIQSISPNRRSNYFNSTQQKLQYNYYPINIQSKTEEQNKISQKVSEISIINPSQKIPTSQIY
DQQLPSNNDPRNFLTQAEQLKYDLISTNQSKQNLLMIEKLLFYFNSQPQLQYFSNTQQYYVQNGKLYFTEFDNDMNPKFK
IQEGSFMVCLSKKEFILHGNGKEYCGKSTLIKFQGQFENGIFKDDGRNQRSKSAPNKKIRIIDAQTGLQVNNYNQVNKYQ
NQSLFCESWCKYNQQISLKDIQILENNRRLTSSIIDAYVLYLNLESENTYFSQKTINRQNINRILFLPTTLTTNFGRNYT
DQHTKDIFEAELLQFKDLNYDLKEIYSQIGMPVNKNNYHWYFLLFDLKQNVCTVFDSLQKPTTTDQMNIDYQLIITLEKL
LKIEKPKRQFSECSGKQTDSYSCGYHVCQFMNYCQEKQFKQKVNHDFNLNEIKTKLLKIIKI                  
>Ptet_A0C5R4_A0C5R4                                                             
MAEESSIILHLHSLKDSIKSAFKVFGDIDIQCQEEEIMQNHTKEVEENKQNQEPKYITLTDQKRVLNNFDNLICQLQLVT
PFYSDQKYLTFDSNDKNKKQTQLKNQQMWDQIKQEQKERFAKYQDETIVDKIFQLDAKLKEDYEYSLQYMTGNQKKTIQI
KQHDIQKLNPPNYLNDGIINFYLKFIEFELIDQSLRAKTYIFNTYFVVKLCAFEKLQMIGQNDHAKLIELFKLQYEQIKK
WIKEDLTEKEYLLFPINLPEHWSLLIVHKKTKSFADSLIIYLDSFGIMDQKLITIIKMYLHKINCDVNSIEVNYNDSPIK
GIPAYQLLVPRQVNYVDCGAFLLEYAESFLSNPNYLLSDVESQEGIYKLKLFPRSLICNKRLLMKQLLIDLLEFDKETAI
SQYQQKRQAILEQCKNEEDEYDQIDQAVFKEFINQKNQMNIEHKQLLLDFYMNPQQNYYEQ                   
>Ptet_A0CPC5_A0CPC5                                                             
MGLSSQNSFQFDLLINADDNKFKRITSKAKIDQNTKQILAPFNQNNVHWYTFQIDFEQSVITIYDSMKRSNYPQLFHNLV
EIAQRIKNQEYELKVANCPQQSNTHDCGVFTLKNIWILSKYPKAKLQGYYDQSTIFYDRILICNSLLKKKI         
>Ptet_A0DEP3_A0DEP3                                                             
MIKQKKKQYQNKMEQLIQNKRLEHLELLNQLERLEIQQSTKEIQIIQTITQQQKREQDIEIMAAPQLVSPKWLMNLKPTM
TYECDVVTQEESELDQIVKHQLKEKIQKQKEMQQQAYLELINELDLQSKHHAYDEKVKEDFKCTYQFMSQRKQVSIDIKY
YDFLKLNPQNYVNDTIINFFLRFIENDIFKNKSLFIYNTYFCTRLLSFHAEYKQIYTQYLQNNQMLQRWTKDNIFMKQYI
LFPLHLREHWAVIFVVNPLQVCEQLCNNNYQLSTDVNKNGYLIYFDSLLIQDQRIGIQIKFYLMHVYNLEHKRYTDDQIY
EIVMRSTVPVYQPIVPRQTNLVDCGLYMLEYVERFLMNPYQILNNLEQDHLKWFPKVMIFIKRILIKKILNALSSGQKDY
ALRYQENCRMIDQQFTDSNQYDYIDEQLLEQLQVPRLQFHLSEDYNYYYDVSPSVGV                       
>Ptet_A0CZQ6_A0CZQ6                                                             
MMPMKIEDLQETHKIIYVHPQNYRKYSMIDERNSLYGVTVDFRFLQEILTNQYLTSSHLLFYCNLFRHAYQHKKIAIAQC
YFFAEYMEASTKQIDNSIIDTSLLVKKHELSIKQNTQNSQQQNTNQELQSQIANPQQQQNIIVKNLTSNNQKWNFQITNI
QYVQNTTIQNKEKYNINKLESLLTQMVNQNDLKDIQSLKNQDYLFFPINQQNQHWICLIISLKEKKIKFFDSYKQYLNED
IITAAKEILKFIGVTMISEYAISTHFNKQSNGYDCGIFTLLSLLYTYQNLPYDYNQQIVTKYRQSILYNLAIVGSQIEVS
QELLERIIKLQQQ                                                                   
>Ptet_A0CF56_A0CF56                                                             
MKLEQNEEKFDHMQNLKQSSLYRNFSGLQLEIKKLYLKLFEQNIQESVQQQNQPQIEVSQSYIEYINSEYQTYLQDLKQQ
DIQISQYQIEQTFFQNQDQINPYSNGKNYQNDETKSQNKVIKFINEGNLDLYQQSNLFKETVQTDIIKHNDKVIMRLKMF
WMITITDEQEIVQERFPYYLKFKNENNNYKYNQNISDPEFRILSTYNMLLNTNIIDGYMNYLQIQDELRYFSLPSRERKN
YQRLIIFPSSLIANCTLKQFEIQDQEHVKRKFICLFLEHIKQFSAIQYKFWLIYKKIGIVINSSNFHWQFLEVKVDERLL
ILYDSMFNSLSYKVELFFNTVFQTLTKDQYFKFEVLNKKDFPKQKDGSSCGYYTCIAANYLSQFQNNSFLQYKFLQKMRQ
ELLDLFFPDKKIEKNDFQMKQSNQC                                                       
>Ptet_A0C600_A0C600                                                             
MSLNEEPGRKQPKIVEVKFESEELRKDFIRNTEKDQKYSEFIQEKFKQYALPESQKLEDLKIYHIDMDIEESNKLQRKNF
VKSKSDVEIQRQNEKPQYQMNEEFKQIQTRTNSIIIKEIVNQSSQRDNIEIKIHQNIKEQGENEQQYITINISLSSPNKG
VQQQSSEQHEIIEQSSQQSSIQLTQNENAERYNRYDEIRDNEGNIKMQLKRFELIIFENGVRKQQKKNENVEKDYQFSVN
IENRKFGMEKPISSFIIYNQQIGINDRNILLKSDSFVTSSIINAYASYLQARDENYYFSLNKNERIKHKRLFIFKSDFLT
NCNLNERTASFDKKVKYLIMEYFQDFKVIQYQFWLIYKKIAFIVNSNNIHWYLAVLDFQDGILKIYDSQPKQQSYYNQLN
TLLSQQFSYLSKQEIKFTTVVCPTWVRQQDHYSCGYHTCIALEYLSQYTAQNQLLTLEEIKKILRKLLIVEEIQKNQQ  
>Ptet_A0DR37_A0DR37                                                             
MYILMTPTMQKLNSLLDSYKAYRVKSEQELGERYNLFQQAINEKHSEQLFLLNSKYNGLYEKICRECKQSNKTFKISFLI
KDQDFKLFIYINEYDAPRTIEFQPLNSLRKITKTIYKVVHIENQFDLPKVNLPKDEQNKQGNFDYFGESLLLLPNQNILK
GRFSETGIPIQIPTKVIYNGNNCFELNFAIEKYIPNINTLMMQSQYKGEINDRLAPVGEGTFSNPNYKISAVFRDGFYQG
QVKIVTLPENTIKCVTRDNEKTVLPICYQADNSIDYYVFQTIFEGRWINQKVIDYYLYYASSEIIRLHECDNIGDSKYQN
YVINSCDSADIFSSDIFEQQYYSKEFWMSYQKKYNIDINNNKNRYIFALNIGRSHFVVLVLEQNQKEEGTIYLLDSIPNH
FTEHQQEVAIKNINDLFPRIKITDKRKLNRIKDIEQQRNGYDCGIHCIYNSLLVLKEWKKDMNQIDFEIRKEEIKKEALE
IKVDQKKNDDYKDKKKISKLRRHIYFTMVNNQAHWLHY                                          
>Ptet_A0DML0_A0DML0                                                             
MSSKQSQCFMNLQQTKQKQEEQKTRTKTPKIPFEQRINKGISEFKPKHLNKDKTYTKVHQQKMEYKEQSQFRIRAFSQQK
QIINQKCIKPDYKPNPSTNLQIDPQKDPQTNPSTNPQTNKQINPQTSPQTNPQAEDQIDAEIQHDYDIKDISNNNDEYQK
LLIYTNILFYYNKNQQNLEKQSQSQQGQHKIRGKLYNTLYDHDQNPSYIIQEGEFLVDLNKKQFKLDGQGIEYQGKSNQV
KIQGEFKQGVQAQRIPSSQNKSQYKSFSVEPKRIKIMEIIDGQPIQINNRIEKKSTWCKYNQQFYQRDLDIFKSNQWLNS
SIIDCYVLSLNKKSEEEYFNLSQDKRRQIKRIYFVTSSLTTNISRLNNIQQGNDLFQKHFLELQEVKYKIQTIYSKIGFP
VVSNSHWFFLLFDLEENKVEIFNSLKPNLNAYQNLITKLSELLMVQNPQQSINGNSGSQNDGYSCGYHVCCFMKICHKAQ
FSNSSLYHYDEKEMRGILRDLINY                                                        
>Ptet_A0EFM4_A0EFM4                                                             



MRLGLKLKKESKPAQEQPQEQPTQEFKFDFVFFNSNSQQQFDNQDSKQFKLIVQKKNTKEQMIIQKDYIYIGEIQNNKMH
GNGKIYMKQYDAYCNNNYFVYEGEFKNDQIDGKGTEYYGKTNNKKVDGVFSKLSLIEKIQEYNSDGSVLIKQQNLQQSML
QQSFIQEDRNTNKMFRIKSGVKQTPPQSQSQKPLVKQNDKWTKFDVELSKDHLSSLLSEKAINESVIEAYLNYINYMDSE
KYFNLKLLPEIQAYKRTLIIPYFLFEQQKLDILTYFAEFSYLKGQFWQVYQKIFVIVNQNGHWILLELLFEGQDIKMKVY
DSCSKKKAIFYVTMCKHVWNMIEPLIKQHNLTISWKSKDIIVADCPQLSQPNDSGIFICAYLKYLISNNTLDQITQEIIN
NLRKTELFNIVKKEK                                                                 
>Ptet_A0EFM3_A0EFM3                                                             
MDQPRQPFENQKFNLLWEKLQIRKQNKVIFYYPSKNNQNQVQKSNMGEYEKIISQTHKYNELSEELFWGNQSDTIDVLIF
NQDIDDNPEIAFKMLAKNHVISYYYNVRLSFEELFFKHVQIILISPKNNIIYNFENKKIISTYSSPYLQKLVNIFIKDQQ
LRDQYKLEIVKDFYINQFPQVQVKEPYQDLKPQIPECRLVDDKQTIIWLVDRKCLKYYLCFEPNFITYYGQLNKNYQKHG
RGILFQTSWNDCNPNYTILQGNFEHGKKNGIMMKFSSRSQTLLHGLEYLDDEFKKQLDLDENGKIKVPEIVKVETQDKKI
PKLPKRRIVIMEDGVIINNKDITENDRQRTQKSDTFVKFNQQFNSNDANILQSRDQWLNSSIIDGFALVLYKKHYKQAYK
SIDPIKNLNTFVIDSTYLTSAAIDYKLVTSLKALCFEFKGITIFDVYNNIAFIVNSNNSHWYLVLVKREKQQGVYQMKFH
ILDSMLGPRKKYKHVCEKIFNLLKFHLDLEDNYRFGSENNIIVEDVQQQKDGSSCGDHTCFFLYQIFNGKNYKEKNIKQI
GEMRGMIYNLIFGQK                                                                 
>Ptet_A0CBS0_A0CBS0                                                             
MSEQQKQPNIINYFQQYKQGIQNAFKILEEVEFEVPEEEVKQKVQKQIEDQEQPIEPKFISQADIRRALENFDKLILTPL
YSDPKYLNFESNDRTKRQTQMKHQQMWDQIKLQQKERFARFQDQEILERILELDSQLKEDYEYNFQFSSGTQKKTIQIKY
HDVLKLNPPNYLNDGIINFYLKFIEFELLDESLRSKTYIFNTYFVEKLCPFDKLQTIQQNDNHRINELFKQSYEHIKRWV
KEDLTEKEYLLFPINLPEHWSLLIAHKQSKSFQDSVIIYLDSFGIIDQKLVTIIKMYLHKMQCDKIQSDVNYNDSPIKQI
PAYQLLVPRQVNYVDCGAFLLEYAESFLSNPNYLLSDFESPEGIYKLKLFPRTLVNKKRLLMKQLLIELVELGKEQALVN
YKQRRQEIIESCYTNEDEYDKIDQDLFKEFLNQKNSISVNSEQQRSMLLDFYMNPQQNYYEQ                  
>Ptet_A0C8C2_A0C8C2                                                             
MQQNQDDQEIESPNQSAIFKVKIGQSLILRPGGNIFILPTIMENQLPLGYQCLLYINQIGYMPIPQDFLYDRSVYRGGLD
RDTFLPNGRGEIQSKTSTKFIGQFKEGFADGRCNIDNDDIMFHYSWGWKHGPFEEKVQNCKTTGFFKNNLMHGEVKSITE
QDSVTDTKIMYYYNNVRVEYPPQDYPKQQTTRYLFMHKEFSINNYLFLGLRECNWINQLLIDYYLELIQDYFRVMNPDNQ
IFLINTITSQDIFSSVISCSSSDISIPKKIQELILKNAFNRLIIILNVDRSHFVTLVFQNNTLYMLNSMNYCDEMILEKV
SFLFLHLHLEKQIERRILTVPQQENGHDCGLYSIFNVLLQYINVNTPVDQIDYNIETPERIAYLRQHLRNVLLNDYSHLI
PIYN                                                                            
>Ptet_A0E3W2_A0E3W2                                                             
MQIHWWVILIISLCLIVILFFVVKGIRKLLGTRNLYKKGHSQNLKHHNNVSIKSKQEPQLEVYVLDEAIQNTLSVVSNLY
KEERVLNKNKEEKSLEGQGKSEMEDDLNSDRSQNQKLIQQNIKFYSGESKNENNLINNQDIDKQNNDAQQFEAEQNLKEN
QINLKNNSQAIEIEISKLQGQDNKSLNTNRGKLSKQISQKDFQSQDISCSEFSSTKHLTLLKDLQMKKQISQEAESQSPQ
KSIVIQITPTDNQNQQKYKFIRVNKNKLMYVEDRYNYYTGLAFYYKVQYDKEYNPKFEIYEGQFDKGKKSGKGILYGGKS
KFINYDGDWKDDQQHKEIQEQKQEQEGDVKIEIEQIVKPKKKIQIFEEGKLIQIDKKNQNQIPFDQQTQWVKFNQQYCTK
DMEILKKETVWFTSSIIDGLVEYLNIQMENQLINFLKKDVKRYLFCPSYLYTNMSQDRIQNNLIIFQNHILEFEPIDFNL
TPLFQRVYFAINKSKSHFFLLYIDFPSKSLNIVDSIQKKENAYSTEIKIFQNIFQQQITSTNFISCTQQRNGYDCGPYTC
LNMYQDFYKLMQVAYPKNKQQTINNPLEMRQFLFDILKNNDNK                                     
>Ptet_A0CK77_A0CK77                                                             
MLQQTIQNNSRMINQQQKDNNNSEGNIEQKNEKIQTENQQQKDNNNSEGNVQQTSEITKNENQSLKENINLDGNGEQKNE
KIQNENQQQKDNNNSEGNFDQTEQSIQIKNQQQQQENNNSEGNVDQIKEQIQFENQQQENDNSKGNQNYNSDRNVDQISE
TTKNENLQQQQATNSEIYVEQPSLQQQYKNNSQIIQQTNGHLQPQYKNKSEILAQQQTKTKHEQYLQKTNSGILVQQTNE
NQQQQNNNLQEQVNNISKQNVEQTYETRENDKQQQEKTNIPETASEQTSVSDEIYQQPPIQNQPQNPLPVQTPQRTFVFK
ITSITYEEPKKKEKFQINKLCDLLNQVAQMNGLNSQEDLKAQDYLYFPINLSQAHWISVVVNLKKKIIYYFDSYYESVED
DVKEGIFIILKSLNFDRQDFKFECKWNKQQNGYDCGVFILLSLLYTYQEEDNYSYNQQRATEFRNRILYDLAIVGSQTNL
TKEQFESIIN                                                                      
>Ptet_A0BIB6_A0BIB6                                                             
MNQNSYPLKFKNAQLHQRDIDSLNNKQWLTAEAIYFGTQYLIKEIPNGISVLDPSIATFLIFENDFEDLMSVQQELVRGE
GIITAINDCQNPNGTHWGVLLFYESQFYLFDSGSNSDLQSSAEMIAKKMLAIIKNDETLIQKDISVIKFNGVPKQTNSYD
CGVYSIAIIQRLAECIMKKQEWNFQNITPDYVTNIRLELKNSIQQMLQ                                
>Ptet_A0E1J1_A0E1J1                                                             
MSEELTLLKVKQKIFWADYYTDRHKFKNFNFRKHGVTINNDFLSALANNEFLTAQHLIYFQQMFQYYYGEFLVYIIVLTI
KQVLSLDCHVFPEFIPDITNFILPNMIATQFKQESSRDSQNSFSNFESWQEQEQQQTQTTQSENNSIFYKTLNLIKSLNP
YKFFRKSQPQQEEVDFQGNYSNPFPINQQNIVTQQNQEILQKYNFQVKNITYIKKDPQEPTQVISKGEMKINNIIILENE
KGKYQFNKLNVQIENLKNRYKFSTMVQSNFFSLFKYTYIPINLQNNHWLCAIVEFKENKIQYLDSNFGTQNNVVEGLEQM
LNYKGEQTKWEILFNSPKQENSFDCGVFCLMALYQLYKTGKFIQTHQYNQQDIYSFRKQLLYLAIIESQSDINQKLLNII
LDFKHKN                                                                         
>Ptet_A0E5W8_A0E5W8                                                             
MNEGYYNDQDKYKDLKNNLDGRIIYIEPQLYLENLREFNERNPTYGVTVDYRFLKTIQQCDFLESSQLQFFINLFRKAYP
QVKLAAATCHFFADFIVSLQIPVSQQQLNQTNSTGYQSQKLQESLVQPQQKISEEYIESHVMNKSILDNQQNINISTQSN
NSIITNKSNTNDSNLSVQKPTASANNFKGQYAQSQIIPKTTKDNNVDYLSQSLIQNNNIANNKPQSQLFQANRDVQAPQQ
VQVNQTINPLSQIQIDNQPNQQNSNISDSQSIPYQAPLSGQQNPINVNDQIQSPIGSQIISHQFIDSNVGSINETQEKPQ



LNQEQFQNAQSIIYPQNNQQVPSAQAQVEQQQAQPPPEKKFFFQITNMTIQKPAQQDNINKSYLPSLIKQLAEMNNLTEE
QLKDQDYWYFPINQLQSHWISVVINFKKKEIFYFDSYYKKTDPVILQGINSILEHFKINPQNFQVRPVYNQQINGYDCGV
FILLSLLYTLQQKTYNYTQSVATQFRKGVLYNLAVIGAQQDIDQVYLEFIVDQH                          
>Tthe_XP_001471390                                                              
MNQHNPKKNEDLPEFQEKLFNQTVAKPQIANKDKPKNIVQQSNQQNCQRGTKIMQFNKNQQNQSYLTSLIFKSAKIDSFS
VELPSYDQQYSQLMGILDERTIGTNESVLKRTRNSKEELCTKFIQQISYMFDYKNEIIQKKNFLEEKSLRLFQKLFKVLE
SKINEIADTKKENEQKEKLEEKFENQLKQKNLKFYDEVYQLFKQTKQNDSQLGEQYQQVSSYPQENNQIQMRYADAQPNS
QGINLMLGQRNNQQINAAVNQYHDMRMHEEQVSYNQMSTAAQLHSQDSAFMKGHSQNQQRGMMNQHNQMRMEEEHNFQNQ
MELNRGQNIDSQIKENIHIQQEEEIQNKVASNFSKDQIKFFYENVDVEKALQVYFMYQELQENLDQLNKDLKQNVEEKIY
SKKGSINKLFEELKQRINRQICQLPINYFVLKQKEVFEYYQLPQYNETNCNIQAFEKYLAEQNKNIIAYQIKFSLEDLRR
LTKDQLINDNLLDCYASYLRESHRNMKQQNQYVNKNDMSEIIIFSHLFFETQYESMRIKKDEAKAFMDQIYPTSQLFQPE
FIDRFGFIVNVDLHGIKHWIFLGVYNKTREIIYYDSASSNNAYYKNISTALVTYFQQISGLQYTNKKADKCPRQTNGTDC
GMFVLKYMQNFAYDTPQEFDQAHITELREKMYTFFPMLSYQKELKKIDYETLQYFEGRVKTRYDEIQPIISNNIKIC   
>Tthe_XP_001015658                                                              
MYRININSFKSNQNKNHSFYLRDELEEILNKAASSQQNKINAFRVIYNMIFKLHLLYSQRGEVINNFAVETKLVYLFETL
LSIRNIIMHKVTQQVIKKRSLSQLIQIVEEEIQFPDNNVTVMSSIQKQIKKTENSFVPSSGKDIGQLRKLVLNHEYYTSI
DGNIITEKYIKLKRTRRAIKKQKYQQQFMFLQTQANPFSQTQTAYLQPQYFNQLQIQNMYSPALAQNLQGTNYDQQLSAF
QQNQIMHLQTLPSLEQANSQIMKQQLGQQLLVPQQSLQIQQQQSMIQIQNHSQNGEYQGMVNNYMKMDRVQLSVKKDVSK
LDEESESNFSDDYEESSESDQMVYEKFSYTYSYMQNDRKKDITIEHHDLKKLVPNQYLNDTIVNFFLKFFEVEILSQEMK
EKVLIFNTYFMSKLAPNDQIEQLSSSSFEVINGLFEKNYQAVRRWIKEDIFEKQFLVFPLNLPEHWSVIIVCNHKNLFDQ
DEKSEARQQNSSENPTTIDEDDEQDQDKEIKDENSSNKPKKEYNKPCLVYFDSFGLLDPKYSNMIRLYLNKEYETKKKST
IQKNIVYNERTLPSHQPLIPRQTNYVDCGLYLLEYVENFLNDPQQILSLFNNTEFDEWIHLRWFPRCNIHKKRKFIKELL
IDLSKLSKEEAAKNYQQKRANLLELKKDNASQYDEIDMEEFEDHIDEIAEYEEDYPNTQEEKHRQLLDFYMNPNFNKYDV
V                                                                               
>Tthe_XP_001033161                                                              
MACCLQNEDDGKSIISEINEQIEEMQLKKTLSQIIQEAQTNNKYNLMRGGCVIKSAIGPIQFGIPPETVKDSLNLGQEVP
TFYIIPSKRFDKKNGVNVAEFEFPAYFNFFVKKRKCTLICTQEAERAVRTVFQETLLGPVSFEHIEEDYYYSYPKDGIPD
FNKELKVFAKNPMNPSEALKVDTLISFVIFDENGVAKLNDSNGNIVEIKKEQGSYSIFENGKLLDNVKDEVNLPEGNLFE
SFGTISTDNINNMKNSEQQIGNQFNHDRVTFESPTKSHTKNLIAVWTSKLGQMKCIQDIQNFHPEFIDESETITPPDFGV
TVLGSSHGFDPKGSTTGFIIWIYGKGIMVDPPPFSSQFLKKMGIPSVLIHGIIITHCHADHDAGTFTKLLDDSRVEVITT
RTIMNSFLRKYSALSGMGIEELKHLFIFRPVTLGTSINIYGANFRFFYAFHTIPCIGFECELKQRSIYYSADTFYNPEQL
KEFKRQGIFGQKRYEQLANVKFNNDIIIHEAGVPPIHTPQTVLASLPIHIKNKMMLIHIAEKDLLKDSGLKIAKHGIENT
LILHPSGFHKNMDTLRRLDLLSSIDIFENLTIKNIKWLLDSLVEEQYYPKQIVVKENTIGNKFYIIESGIARVYSNNKNN
QFERFYQTGEYFGETALICHGGKRIANVEAVTELRLLTLEKHDFKFIFGDGCGGDGPVIRKFMNLTDARKSKALHVLYKN
SVFNEMGQSQKTQLEMILKEEEVDKGQVMWNVGDKATFAFIIKKGNFEFVDCPESELDELESGAFIGEVKSITDSSPLTT
SVVATRKGKIFKIYKEDLISFLNKNPDSTVNQVDLDAYQNYKWLTSEAINFFFEYIMNEQYQDLQGKIYLMNPSCYQVIL
FEDDFEDLKDSVKRINLQQYKYIISPVNDSTECWSVGSGNHWALLVFIVDEKQFIYFDSSSGFIKNASILASKLMAIITN
NESYMNKNLDIKVNENTPKQRNSYDCGMYAISIAELIVQVIQQNQGQNILNNKIYNDTITPEYITQKRQIIRSIILALLD
QK                                                                              
>Tthe_XP_001022975                                                              
MHTMTNSHYNMKSKFLDTLFDNILNWLGPKKRKRDDISIGEYDGEYPRIPDPSKKVFKSSDQFSSSNDQKLANNNNNSSS
ANQSSDDVPQIIHSVIPIKNNTSPRKEAQYQQINKKDIIDHNKENSNTKVKLQNQPNPKVIVLNECNGNSKKNEFQLNGK
KEAQLQEFIVIEEDGIEQANHSYFNQKIVDKQLQLARRPSSAQYQIEQDRKQRENLDLEIIQLPKEFMEFKEITDEWISN
DFGLLEQKMAKLDLQTQQIKQHNSFIYFLNYRKVGELLEEFNQIYDLKTKKMKKLFWRFEEKQLKEVQDVFERSFNLNQD
VVTHQHILERLTFSNLQTLRQPNWLNDEVINAYIRLIVQSTNAVILNTFFYPELVKNSAWNKIKRIATKNKVTYKSGNFF
VPMNINGTHWSFVEVNNETNKIIYYDSLATDDRDYFNYTKYFVDLMQNLQKDDGIAQENIKKYELINGETGFQQNGYDCG
VFMLKGIHYRSSGINGLRLWIEQTDTQYYRYLIAFQLIQGKVEICQN                                 
>Tthe_XP_001017852                                                              
MQSNFDFEEMDPEETDQTQKQQQQYKIIKIDFKSYLKKSTIKTTPKLLIYQNLDIYDTDYNRLEPGYMLNDKIIDFFVEF
LTQLKRYNNLKNNIQNETSKILCSYAFSSLDLYKYNSDIFDLKQPQKYFRLNNEKSILECFDRVYLVVNEADFHWVLIEI
YLQENIYQQNYEIQNEKIPNKIRQKQICESIQSSLKNSTSSNNKSKSQSKNKNQYKPSKRGILEQNGQFQSSLQQKVQNE
IQQDNIQYNNSNSQKQLYDQQSHQLSQQTSEYIKEKSTDLSYEKKRNQRQRSNVENQTAIVLLKKYFLNDFKDLYGQQCL
VEFNILSEKVPTQSGGPDCGVFCCKYLQKLYYEDSKVFDYSCFTQSKMIEYRRFIQQLMTDIKNSNQDYSKVYDKYIDLQ
I                                                                               
>Pmar_XP_002786400                                                              
MVTVERRPRVRFSSGIKEIISKKDPWLPRGPDIHPAIEYTTAPRPAEQIKPSREYTLDEYRQAAEHSAASEGYIVKMDEF
EKKKNGLQQQYDELRSRELSLRKETDKRAPEVAVEADRGVSRRPSWMVLTDEERMDGRALLCRTGSELLAPKQYNIDITA
HALSCLQQGRWLNDEVVNYYFMMLQDRSDRSCKGSLPRVFLWNSFFWQKLSSNASGAYSYKSVARWSKRRHADIFSYDMM
IVPIHVGKTHWALGVVDLKECTLSYYDSLGASHPKFYDYISRYIEDEHKDKGSKVPLRNPSGWQRRDAVITPTCTVPRQN
NSNDCGVFMCMFAEAVSGGRSITEVSQDIIVDMRYKMACQISAGRVPGPTD                             
>Pmar_XP_002783757                                                              
MVETSIVSWSTGRLLHSDAILFHEGRWLNDMCILYYFDVILNEKYSKHSGWDQVLLLDPCTAFAIRFEEDEDDLAQLIDG



LKLAQRRCLIVPINDSDDPTLPCGGSHWSLLVLSRTAPLKPWAGVYYDSAPGREMPGWVNSVGRKLTGVGDIKTTVGECS
KQTNCSDCGMYVLEFAERVLRMFLDDDEMSLLDITTNLISALRRSVLASIRKNDRVFL                      
>Pmar_XP_002781332                                                              
MKRRASDPALALLSIDRTDEAEWQRRMDDLQMRNDILTSACLHSLQFNGGTVNDHHAVQMVETRPKVAFNSGIKEIMTRR
RCWRHQTPETRPAMKYTSVKQDAEQNKPSKEYTLDEYRQAAEQSAASEGYIVKMEEFEKKKTDLQEDYNKLKTQELSLRK
DNEKKAPEVAVEVPDHAVLRRPSWMILTDEERMDARALLCRTGSELLAPKQYNIDITAHALSCLQQGRWLNDEVVNYYFM
MLQDRSDRHKRKLPRAFLWNSFFWQKLSSNASGAYSYKSVARWSKRRHADIFSFDMMIVPIHVGKTHWALGVVDLKDCTL
SYYDSLGASHPKFYEYTWNR                                                            
>Pmar_XP_002775229                                                              
YIAAYLRDEHDHKQSKIPLQDLEQWRQLDSTKFGCLVPRQDNSYDCGVFMCMFAEALACG                    
>Pmar_XP_002773339                                                              
MNSVWRPPHTTLHSKNANRNSHLGRRVSTDNNGVLLDIEACLPSYHLFMDTFPGPPATSVNLESAVCRRLSLGNIPASNR
GPSLMKRRASDPALALLSIDRTDEAEWQRRMDDLQMRNDILTSACLHSLQFNGGTVNDHHAVQMVERRPKVAFNSGIKEI
MTRRRSWRNQTPETCPAMKYTSVKQDAEQNKPSKEYTLDEYRQAAEQSAASEGYIVKMEEFEKKKTDLQEDYNKLKTQEL
SLRKDNEKKADGMHLYRSELLAPKQYNIDITAHALSCLQQGRWLNDEVVNYYFMMLQDRSDRHKGKLPRAFLWNSFFWQK
LSSNATGAYSYKSVARWSKRRHADIFSFDMMIVPIHVGKTHWALGVVDLKDCTLSYYDSLGASHPKFYDYISRYIEDEHK
DKGSNAPLRKPSEWQRRDAVITPTCTVPRQNNSNDCGVFMCMFAEAVSGGRSITEVSQDLIPDMRYKMACQISAGSIPGP
ID                                                                              
>Pmar_XP_002767196                                                              
RLNDNLMDFFLSVFVSVFAQNSAYAFSTFFYTQLAQENLQDGWERVKNWTKNVDIFAHDLLLFPINESNQHWWLLAV   
>Pmar_XP_002764882                                                              
MATSTEVLLISSSSSSSSSSDSESSPAPPPPSSLSLRYHGHVLADKDVDLLGPGQRLNDNLMDFFLSVFVSVFARNSAYA
FSTFFYTQLAQEDLQDGWERVKNWTKNVDIFAHDLLLFPINESNQHWWLLAVVRAKALAKEITGVPTCGSKGWLIVFDSR
SYEDDDEEEKKILRFLQRKAAATIVWYLGRAYCEKKGPARKKVDKPGISRILNSAGIFPEKTPKQLNEFDCGVFVLEFAR
RLCYVRQELTALEEINEEKLRELGVLRFNQVTVRRRRRALQKLCFRWGVEGDVGRDLAEEAGRDALMEAVGISVEKGPRR
SDGFTERLLVARKRKKVNDENSVGKYLAREVARGSRGEKKKRRRSVLNSVVRNYEEADSLRVQSAFNKQGRKMAADRTEG
>Bnat_84361                                                                     
MANSNKLIETFDTVELYRSDLKLCDPPRYLNDNLIGFTFEYFAKVLFPKENYLFCPPGAAFVISHEDDHEDLFDTLNGKD
VSPKKKLLFFPVNDASDTSMLYSGRSQGNHWSLLVYNSDTKRFYSFDSSMGSNYRSALRLAQQLSCVLPVGEEGDSDGWN
HSNKNNNNNNDNDDREGKKQEKPSEKKPTVLLAPVRVLKAVVVVKSTKVKVTEVKCPQQNNGYDCGVYLLAHAKAIAESY
PKGMKLESCFEHLSKHVDAKSATAMRKQIPKWIKEVESSARSGDGGST*                               
>Bnat_128747                                                                    
MKACGQAMRKKHLLNPRAPLNLTHEPCFWFFFGNPGIPPTKRIFAADPFVGILLQLCAIFLGTGGVSILIASNRVKIVAD
YRNLPDHFERSKKGLFLQFSHDFRNTFLLKLVPNFSLGASGLPFGSHSDEKVFPHFNEKNERFWLVCSPDAAARSFTFIM
EQQKRSSGKLGVSSLENVRVSKKRKRKKNYLGGGDQIVNNLHGKFGQNVSGVDGKNSNSLSDPCADARNENERTRGHALM
SLFIDVYCFFFLCVILFSPSISERISKTKARFPTTKKSDSSKNPVLLEKGDLPRLKSRVNSISDSMASVEAKATVMDTSL
QEEKTAVARHPKDSTQGNSDSPSLTRAGACAKDRNSSSGGKRNSRGTKMVLSATKNTTTNGCKRLTEATAKTPPDFRKRR
RDQPRSNGAIAKTQPLFKKKVYFYESSSTRNGSSSSSSSSSTSKSKAKRKATFVKRNTPRSTRAKPKETMHVNLISDDDE
EGGGDEEITNAKEEWSAIRPRRSSRLRKATTLPIDTSVVVDYKPKGEGERSVNIIAADLERLRPGEYLNDSLIDFYLNTF
FFTKLKNNAKDLPKIRYAKAEHWTLMVVCRPDKIEGILEQKRRSKERGGRRAAAPSSTTATTKPIILYFDSLRGGYQRPH
SMLIREYLTEAYKEKLLRDHQMDASSDVAATATATATATAAATSTEEKDSSATEEDSDKRKQSSSSWFPQQDNTCDCGVY
VLHYAELYSMKPFEDFLTNRNDWFKKGEIAKKRKDILQLINDLSGKGVNDDQTKNESKSGLSLKDDDTKEEEEADEGLPS
SLSSSSMSASVLGQGEIPTTTVRTKKRGEVKEDCQKVVAVPPSSDADDDDRIDDDNNDHGGGGGDRSSTGSSSKRGRGVR
RQDILNSPALDGSCKEEEEEEEDFMNMAQIERKRSQRQQLQTNHAKRGIGARYEGKGTRETKSGTRTRIGSVVYVRDGAV
EREDNGGGGGGGGGGEGGGGGGGGGAGVGVGARREFTRPNGDGVVKSVTSNSTTKSPKRRATRSSTCHAANSIEAVSLLE
EESPKERIELQSSEQCSETEVDEESSRDDENDENVQNNQLSKQEPISLD*                              
>Bnat_67358                                                                     
MFPAGNSVACLKTRPRKTTKGLLFSRYDNDKLPSFLFKPDGGRSVSSCSRSTRSSAVISSTKPDCDNNFGNTARHSPQPR
LIFYEPCFPSIKQIAIWPCRRNIDLKIDKGPVLPGKHLGELLGRGGEAGAREAQWSEDGYVEKFNPLERGGIQSMRKMID
EKYRSWEYGTIAEPSTVSSVFRVYNSRLTKRRLDDFGIDDDVSDDDEEEVIGSRDFDLEDNRRGGGDPDLLLLGNGDGGG
DAKEGEYDYDRILPNGGSTDNTYGGNDEGKDSTSNYVKNLALGLEILSLEIPEDDVYSRLAISAAVDAEEVRVAQDIILK
DLVMEVVMSAKSKGRLSKKENEEARRLLYDTEPKDVVIKKFQVELLGEDMHTLRDGQWLNDEVINFQIKMMMERMKRNFD
NKSVPARNRVRCLFFNTFFYAKLSDVRN*                                                   
>Bnat_31467                                                                     
FFNTFFYAKLSDNGRGYNYKSVRRWSKKQRLLVHESSVDKVISPVNVSDTHWCLAVINFQKKRFEYYDSLGADNYKCLEN
LKRYVGDEVKNYRWEDYDLSEWKYYIPKNIPEQKNGCDCGVFTAKYADYVSENRDFNFSQADMPYFRRR           
>Bnat_87370                                                                     
MDGWSDMESGYGWAKAGCFDVYNKQSARTNVNEKAHERELQEFMVSRDKKAATDKASWFKKRKRKRKSKKDERTSRAKYK
SLKLKPKGKSAEFRMLKKADTSSTSGFSKETKKKGKTETIELLSDSDDEHESSYIPSCDRASFSAHLTFWGTLKSGKATI
QYFPEYLKIQFKMRSSISIFYKDVQEYCVNKTSAPFWVAIRWSGSEHGEHYDPSSHKTLKRYILLFFEGNDYKATIYNKI
ERKINISYLREHKIVPKSVEIKEFSKYGVTKQRISIARRSPEHSDFLVKYGPDANDTIVITSDDIQRLEPGEFLNDTLID
FYMKFIYHDIFSALERTRVHFFNSFFFTKYRDSKPGVRYQSVKKWTKYDIFRKKFIVIPINDSLHWSLVVVCYLGSLLGY



GSENHKLKAPTPCMLYFDSMLTKGASKRFCPLLRAYLHSEIKRKKDRNISITEEILPVYEMRVPQQDNCSDCGLFLLQYA
ECFAKNPLVHDATPEQCAKWFDSRAVSSKRIKMKQILYKLQQ*                                     
>Ehux_463196                                                                    
MHPAALFAASWRQKRSSFDAGYGGAPPKRRKVLNSAWGFRNMLSSGGLLDDRENAASLINLRGGAMAPVPEPPAFDYDHV
FRSRPAPAPASLAAAAAATASWGEAVPRTAAPACTPLGARSPAALRASGAAAAASPGFTPLPAGLARSPLAASRPSAAAT
SASTASASAAFAAAPAFAARTAEQRAALAAAEHRKRVDARATAAAKAVARQRIEERLRQVSLEEARQRQLGELAEDASQR
CRRAVAAGEAAVRRVEALHAALLLCGAAEAEAEAEAEAQSMSEAVAAELLPAARAAVEAAEEGAGLFRVEAAGGCEGEVA
AHEAALEQSRTSISLAEARLDEAEAGLAALREAAEAAAAAAEQEFFEPDADDVLDENFPPGRRRFEPRQLTEAEEARLPA
PPARAAVSEILQPGNPAEKLFEINNTPITRKDIATLKPLEWLNDEVINCFVELLRQHASEAEQAGEPLPKVHIFSSLFYT
KLAESPEYTYGNVRRWTKRAKVDLFSRDLVIVPINQGNTHWTLGLINLRQKRFEFIDSMHGSDGGRLAVLRRYLKDEHQD
KKGAPLDLGEDWVDISYTAADGTPRQTNGFDCGMFMSRTAEYLVRDAVLDFTQADMPNLRRRMVFELSQKALTD*     
>Ehux_205955                                                                    
MTPSADEVSVVSERSREQKDAEGRKSAIDLEVGAVETPRKRSRADVETRVAKARSLCSTEVDARARELMEEHYKEFIAER
IDGAELQRRRAAARDQAAKEHPPLSALETAFAAEGDKAARIAVYPQEAANDRIVLTEDELARLEEGEFLNGSLEELKSLD
PETFKRCHFFNSSFYTRLLQTMQGGSSAKEREAAYQHDYIFVPINEGLHWSLAVAREGREPGEEGEAGEAGEWPPHKEEW
LESSAEKPGSIREERRKKRAREEEKALAGAEEGEQTWYLEEEYKNKMARRAGASSSEAPPVDDPKFRLMETKEVKAPRQH
NRSDGALYMLQFIEKLAKHASALKPPLESTPHPSWSAYEDLRFGKEDVRQMRRDMKRDIQLLREQQACERPPA*      
>Ehux_310524                                                                    
METKEVKAPRQHNHSDCGLYMLQFIEKLAKHASALKPPLENTPHPSWSAYEELRFGKEEVRQMRRDMKCDIQLLGEQQAG
GA*                                                                             
>Ehux_451491                                                                    
MARSTNETATMQPLLVHQLCECLSCGMVGRLHLNNERIDLRQLVSPGSWLGDETINAFLYVVQQRCRGRVVLLNTHFLKL
LGGHDFNSFDYHRVRRWTAAKRLRELAGLDSIRDAQLVCVPVHAGSKHWWLALCDLRARGQPILWCFDSARDACETWDPS
RGEKALRCLARWLAVEGVVDAHAGRATLVLAPQCAPQRDAALEGDCAVFTCAAADSAAAMGMTGGFPYSSADMQAMRWRI
ARALVVHAFWGSRCNR*                                                               
>Ehux_214915                                                                    
MPSSLSPGDAASAKGESNPGVNPLEPPEQLLTAYALPSSAFPFWVQHNPAFAQCWAARLPNAEWLQPLLTREAAWFSEAA
ETGRDSEEALTLDDLLEQHRQHQQQQLSLLLGYYAATAEESAAELAAPRVGIDDADEPISNHIASATFYDSMVASDSNTL
AAFVLDGFTKFCGGAFFLSKVAPSRNATSGTLEDQGPTPKKEKRYTRPEDATVVQLSSDERSSDEEQQAHASGFEPHTAR
SKTRLLNGEAVDDDVISLHGSLVERTATKSNNVVCASTYFAQKLMEGEHRAAWSVLRREQRANIRRWVKQGVRWTILAPW
HNGSFHWVVCEFRFYRRTSTPSTITVSDEMPQQENGVDCGPFAIEAVRRRAFGMSIDRSKWSQGDMSLVRHLIYRELGWL
QGHQPALLVKTDSDWTRAQHPEPAS*                                                      
>Ehux_218695                                                                    
MAAKVVLGDITLQAHDVATLRPGGWLGDMVIAYFFERLAGSSGGGVVLLEPSTAFTAATLGDADVLREMLSVAPTGGATP
LADELAAANLVLIPVNDNEDPDAAEGGGHWSLLVFRRHGQEGGAARFEYYDSLLASNLAHAKRVAATLAPLLLPQTAGDS
AGRLPVACLPTPQQANGHDCGVYVIAIAAIVAGAPSEASGQPLSEAVSAAVSALTPAVITAQRREYHAHLTRALDGGGGQ
*                                                                               
>Ehux_232580                                                                    
MCRQTPSWPWLSTLWLAAGESPRSFSQTIFTDHQRQVCDYALVYAEKKNDGEAPYSVSFTATQSGDVIVQLHPHSQLERA
GRSARGRADAGPRLVDKNALSARGSGPSRQSRSPSPDSPPAKRAASADSSGYETDTPDEVQQEAVRRVCGALGMREQFEA
AMAAGELLEMLESLPRGAVEASVRQMRGYNRTGEWPEPILTSPAPQRGRSPSPVDEWAEATARQWLARATHKLGGDVTIN
GTQSFLMGLLLGLPAEPDVHGSSEPEEVREMQRIDAVDARRLEDAIARLEEKEEESDSAEGGAAEPAAPQPQRRTDPTLA
LPGGGVGYKRAVVAEFNRVKRGGRLSRDRLQRVRQGASQIQKRQGAVRRGPSEAAPATGATEPPQSEAASSSAADVADGE
EEAPRYLRPGDDFAMAFLSGPLGKQVFKWWLGRVTTIYQGAQLRREPLPLDKLPKGVTVVAEWYEPVGDSRTEYRYATLT
ASTSERQKRQPMHAFISPVSLTSDADGIYSLVDAKETLESLDETLALLQAAAPKPSSKAARDEESEGYMAMKVNELKELL
FQRGLSRSGKKAALIERLEESDKAATAGPSTSRRSSKATAGQPDADAAAARLDANAGAATSSPAEPSLPPSASPSKREPS
PGPESPARTDDAAASLLPPGATPLKDFVAKLPEITLQPAAAMLGIIQDKLSMRFSRLNPPRELEAQATFAEVRRTQQART
TNTELVDVTINNYVVNKDSFARLRPKGLISEAELRQDLTCNYLNDELVNAWFAALHSSLAREDRHERKVRGIDALTTKKL
AGTHGEFTVESVRRIVRRLDMREALFSFSALIFPHVHNFHWTCVVVDFESRSIFSADSMSGQHEDFVKHVCGFMDIASRE
LRGEPFDFGGWAIGSLRACSPKQPNAFDCGLFPCLIARCLRHGVKLPTAPSQFQMERWRDAHTYELLRGEVRSFV*    
>Ehux_46753                                                                     
PKVHVFSTHFYTKLAECAGGYNHKNVSRWTRKVDLFAMDLIIVPINQGNTHWVLAAINVRERRFEYYDSMGGDDDGRLKN
LRMYLVDECAHKKHERLDLEATGWADYYGANHGAPRQTDGFSCGVYVAITAECLRRGAALDLENRRMQYFREKLTAELLR
GALL                                                                            
>Ehux_247966                                                                    
MPSSLSPGDAASAKGESNPGVNPLEPPEQLLTAYALPSSAFPFWVQHNPAFAQCWAARLPNAEWLQPLLTREAAWFSEAA
ETGRDSEEALTLDDLLEQHRQHQQQQLSLLLGYYAATAEKSAAELAAPRVGIDDADEPISNHIASATFYDSMVASDSNTL
AAFVLDGFTKFCGGAFFLSKVAPSRNATSGTLEDQGPTPKKEKRYTRPEDATVVQLSSDERSSDEEQQAHASGFEPHTAR
SKTRLLNGEAVDDDVISLHGSLVERTATKSNNVVCASTYFAQKLMEGEHRAAWSVLRREQRANIRRWVKQGVRWTILAPW
HNGSFHWVVCEFRFYRRTSTPSTITVSDEMPQQENGVDCGPFAIEAVRRRAFGMSIDRSKWSQGDMSLVRHLIYRELGWL
QGHQPALLVKTDSDWTRAQHPEPAS*                                                      
>Gthe_132208                                                                    



MQGEAQVLKEFHGIRTYGIRSNNVSESENSRLRGMLATNDHPLGFLQKVNGRPCQHAIAAFQAYNQRLAKPHEDMVRQLY
DDIWLTDTFLDAVLHSGTFRIGYSPHNDDVPRPQHTDKSYLPPPSKAPCPGSLPGRIPSHGEKGKKISKRQGSKRKRVHD
CKQVILRNEEGTIRLHGEAVPGFVDGKFYTVKGNLKKTCKICKAIGHNKRSCTSDTADIPCESHVSSRTQKNLRASGTSV
GVQTDAEENQITAGNDGMPKVQCAYLREIFIGLDTVVVNQVKNMVSLGTHMISQSDITLEDLDAARKASGISVHCCGTYF
YTKLIQEIALCGDADKVTNSVHAGCRKWIKDIWVEGNDTTSELPTMERMGGVLRDQKHWGLVTIDLRSIGHVAVTLYDSM
KLVHKECTKDIACFVEMEWQRQLNEAQSTGNQLLEAWMQDKLRVKWQHVYSFTSDLVPRQTDGSSCGVFVCAIADCIASG
RNPATSFCQKDIPDIRMRIGNLLSEVYRAGGGASIK*                                           
>Gthe_132787                                                                    
MQEKHYKESSHSPHEFSPTWNAFRSSPLAHSHLNSVTQYLPMNVHERILLKTALLERKLADVELEKQLQKEEYEAKLQAL
TSQLSASAVTEGPKTPLELARGGSVDGRLLDTILAQLGPKELIADRFDIDVTREKLECMRDGVWLNSEVITWWLEWWREE
HGGGSQGKMPKPCEPGKEKEMGPRCWFANTYFYTKLLDEENKVYSYKNVRRWTKKINVFDCDKMIIPINQDNVHWFCACI
DFKNKRTEVYDSLGSNKHEWIKDELKDKQSVSPVAGRGHVGLEAPLPSRDEVPRQLNCCDCGVGGMGRRRLKVTSTQVFA
CMFAAYLSIGRKFDFSQKDIDLIRRWMIQTIYKEGVKMGQVRAGLCSV*                               
>Gthe_100795                                                                    
MIIHLWSSYAMPKAEQRPKHATRSDHVPQTTDKYKTDGREGDKKRKAEERAEVVARKDVDLEGNKGGRRREEKGKLECAT
VAETSKDADDDVVETRGHSQKITRGQRKANREEEVTMQFDGEEAQGNDATNRVDPSSKKTRSDTKRDKDHEVVELELIED
PTDADNPAAAKKAAQTTRRPQQEEANDHEPNRRKSADGRDSKHRAVEEALQPEGRTRGQSRKNAEPPREKEIKEHRGEDP
IQVSSPDPAPADRPARSGVSSSGTRAGQHQQGAASSAEATSSSAPADADDGSEQVHMETETTIIGSQSPPPERAPCPPVT
PSPNHSDAAQLKEEREDAEGVHRSPSTTEGDASSCPTNSDKTARAEGSAGQEKEAEDTRPQKRLRSGSKETCFYKFKDPR
EVVLVYPLAKSTAKKQEGLITVTAKDFETLREEELLNDTIIEFYIKFIEQRMDAQTRERCYFFSTFFWKKLLQGRTPEER
HRNVATWTRKLDIFEKDFLFIPICHEVHWTLAIICAPGGVVNLDKDAASGECRDDRGRQHTILYLDSMGGYMKDAVVKLT
DYLKFEWKVKKEEEKKAGKGGEGGGVHLSSSHGMRKCICSARCLFLPQQNNSCDCGLFLLRYIELFCEKYVTNQMSYEDI
QDEQTLKWFERNEISNMRAEIQNCIMQLRDEWKRENGEIVDRNG*                                   
>Gthe_133893                                                                    
MEAAEQEEVPHLHVMVARLREELCIEATMPIIGLIEHGYAQCCWKYSPEEGIGDPVARLYRTIVPSNVRRRDMQATIDAD
RGQQAGLEGQTHQSIAKDTDDDDSSDVLVLDEDPPSGTEVLQRRYSEQQRNPLEEAQQREESSTETLDHAAFFQGRKWKR
RPDCTAYIKEINMKHGNRQVASHVTGMHGMRGYNIRCTSPECKYFLLIRKKRTMDPADSFFWIDAKRSNMCHDATVCESR
AKATTSFLLQNKSFRSLVETMESDDVGGSGRGDRLTAKELQAKLETEYNISATLDVIYDARQQIELGSWQDYKDSFKVLP
SWMSEYVKLNKGSVFVAEPPLPEVPDDSKVVFRRTFFANGTVLHLVQQCGLRLLGQNFCTFGHRWFSGRAMVIEAYLPDG
TILPAAVGVFPSWKTEEEIVEGGTTENACFMWEELKRSTLGPWLAPSSGSLTILTDRGSGILEGVEKSLPHADVVYCGRH
LLSSLRRHCEDCKEPLLQSGITSQEALVLRAQAARTVKDFQDALDLLAQQNGSAVKYIQSIAPIHWATYALAKVPVTDEE
GSSVTIKAVRTYGIRKIHFTERQDPRLRAAMGKTSHPLNFFQAMAEVWMSSLQRIHELYSNILLKMEAGEEAIFVSDDIA
KEYRENERIYPRLQVVGSASCPKLVRIRSTMDDGSSETFNVNLSDKFCSCTHWQLTTRPCSHAIAAFQRMREERGERGGG
KLVQQLYDEVWLCQSLIKAVEDPESLLGYIPSMKDVTVPSRGGYHHPKYQARRTRARPGEPRIRIRKRRSQVVADLEEEQ
YEGRRFNRCSKCGYVGHNARTCPYGGAKEKGENREEEEEEEEEEEEEEEAAGRAQESQGRKRTADLLDADGAVGREAEGI
DRMGLVGRDWTAGAGMDWDSGDSSSCLFLQEWVGSLKYTRGMLVAALQEGGLKNKITTVELREEDLKGLLPGRWLKDQII
DAYLQLLILREGKRPGATAAAPESSATSDGRRGTYFASTHFFTKLLLGRNAGEKDTEIHRELRSCFDPATWSHYQRVVIP
VNVTFDKKAAEGTHWSMIVVDLEALTIRLYDSMNLTPALWLSVMEGKDASMRVPTFVQHEWDARGWSRELWKKNYVGNEQ
DSCSCGIFVCAMADSLGAGRDLNSFFQDDIDEIRCAMDKLLRRMYFVKD*                              
>Gthe_150727                                                                    
MDMIQEYMEEAASYRSNQQDTSHLTPWSHLLKAPWQIPRQTDSTSCGVFICAMADCIVTNEELNCFEQRVLRSIYGSQYP
D                                                                               
>Gthe_104529                                                                    
MGRKVRREGRKLHVRFEARDDGGRARDRDKLRDFEKFLYQNFGNSRVFVPMKSFVLNSLRATGVMLVLPDKLLFAIDGEH
ENDPTVFSVEPQKDFSKVCLGYVMGSDNLPAMSVCMRSSWRIPEELREFGSNTRSERCCDKTSMLRHPHLLIVWSSKNFQ
SELQSFLDDNAEVRIARVADGNCQRQRMEAWYRASSPLPSTRASCREAGGVQEEEVIEIDDDSEHEVQVENKDNKRVRLV
YPSRSARESVTVNETDVLTLRARQYLNDSIIDFYMKYVQHELSSPVQQSRYHVFGSFFWKRMEQESTLEQKHTAVCRWYK
SINIFERDFLFVPICRSLHWTVAVICFPCPDSARCHPSLRGEKEARDQEGGAGIRQRWSKYEHTLLFFDPLGGMLSDEEA
SRVDTIRELKPYNIPVPTQRNSYDCGLFIMEYVRKFVEDFVAVSDETCSDAYVKFFKWGKNPGSWFSSDNLSETRRQQVR
SLILKLNKRHKK*                                                                   
>Gthe_105251                                                                    
MTIAKKPSKKIKHMQLFDKGTNDDVVNVREEYECKYMRDVFLGNDMTFIGGKVINHAIPNLSEATIQDVSDMSKCISCDV
VESWLHLVKWSSECVRDTVVAGTLSIGKLTLSPPISIPIWNCYTLLVLHPTPEEMDTGICLIPVFKPGHWCLAIAYMGER
RLELYDPKGMTGIGVLNQIEGFLKYLRYKWQTDDSLEGAYEKRVMREGQVPIQEDSTSCAIFLCVIANNVAAGEGIDNFG
QKDIPIIRQGIAKLLRGLYGYGNWDEADGNGSRGSDTGSGRFHQAKASHSEPAAATAEVRVMSAIEIM*           
>Gthe_152037                                                                    
MIPVNTGELNQDGTGSIQGVHWSLMVVEPRTKVIRLYDPRHDTPSAYMEIVADFLRYQWQQEGLDGGEVWQQEYMTSNQI
PRQTDTSSCGIFLCGIADCLSGNMAVNSFGQRDIDEIRQAMERLLRHVYLSGEGVNVE*                     
>Gthe_153030                                                                    
MNTRPMRGDQRDRGQGNIFIITTFFFTRLRLCHELGKANDEITEGYNALRRWFPAGTWSDHERIFIPVNTGHLNKDSKGQ
IEGVHWSLMVVEPFTKMIRLYDPRHDTPSTYMQIVADFLRYEWKQQGFQGGETWQQEYVPSNKIPKQTDSVSCGIFLCAI
ADCLSGNMEVNSFGQGDIDEIRKAIETLLRNVYLCKK*                                          



>Gthe_153582                                                                    
MGNFAITAKELKCLLDNSWLNDEIINSYMALLRLRSKIHEGLNDTSFPRCEFFSSFFYAILRNAKGGYSYKNVERWGRRK
NFLECDHILFPINVSNMHWCLAVVSPRDLKIEYYDSMGGENKTCVDLLERYMQDEGAYRKIEHFQSSWNKFFRGPPDVPE
QKDGSGCGVFACAFADCISAGKDVKSFEQNNVSSIRRCMSSLIQSCDM*                               
>Gthe_146072                                                                    
MPTAECAYLQEIFIGLDPVVVNQVKTMVSSGKHKISKTDMTSEDLDAVMDGRWLKGDIIDAFLCVIEARQASGIRVHCCG
TYLYTKLIQEIAHSGDADKVREQSDVPVMIGVCQITSLQDGRLYDSMKVMHKDCTKDIESFVVMEWQRQMNEAESTGNQL
LAAWMKLKLSVEWKHEYSFTSDKVPQQSDGSSCGVFVCAIADCIASGRNPATSFCQKDIPNIRMRIGSLLREVYRSGGGA
KSIMSDAPMDPSPSGGNSALLFLTSPILKFLVDRQQADQANTHQSQEDKKIVFWPFAVAGGVLFGLGIYGKQKPRGHAFM
SGKINSSAAESEAPVASHKKLNFQSKLAEKPISPENRRLALRTASAALGLGTLLACSGAFVCVKLTYWYLGINNAQDFAA
YMRSRLPSQLGQVTSYTKIVEKKESLTTWFREELGMGKYLDDKECQRRVNEAKAIHKKGLITERELEIEISKIMLKQDA*
>Gthe_117917                                                                    
MEYGLSALLNSGKAGFLSEDVVEALILEGNNGLEPEEARFHVARLQDKRYANEQSKNQSKPQRGTIVLPRIVACLKDQEG
RTRRAKRLLTGAVQPFLFPCIENGNHWILIVADFTTKRIHIVDSLSKAERDLGIIRSQREAQFQLDGAQRMDLATLAATI
VTEAFSNQQEQETIWNASILTELQQTDNHSCGTFVLLHLLLIAKTRWLTQQQDIPYTELYNAREIRDIWTGKQQSSPRKA
YLTRLKGKKTAQNAQARYRQPKQLRHRGKTSENLPMQGEQKHQSKHHGQFVLKHILGYLIETYQPSVVMLQEEDEQADMW
KALSQMLRTDPSVKLTIVGGDFNASRKHPEILMREGYGSNSSVHHADEEMEAILNELGQFQTITCEKMSRSSTHFTFSTW
YKQGHHQAKLDHFFAFHHPSYTVSLISQTAEDCIIGAAIDHRALVVNVSSLNAEGKQAIPKIEILSQRRDREATPGQAIG
KTRRGMGNST*                                                                     
>Ngru_XP_002683278                                                              
MSRLAKPSWLTKDFSKTFYDSQGLIEEDVSLLLGNYWLNDNIINFYYLFLENEKFREYCFVAPSVSFIISMVDDDEIKNT
LHSLNAKDKKLVFFPVTDNTDISSSGGTHWSLLVFESNSGKFYYFDSMGSMNKSAAKYLASKVAPYFGVKASNLHIAKAP
QQKNGYDCGIYVLAMSEYIAEHGLSDAQIESEITPSKATQLRKVILDLIEKKSQEE                        
>Ngru_XP_002670963                                                              
MEFTDECIKFFIKEGMGWIGARLEKEYISKIWYNSSANVFGLTYSNSIAPVQDIDSHPKWGVCFKPKTKFSVSNFNNFFE
PYGEITAERPTTTDIACNIPGEKFTPCEFVNRVREEKQLLSPKKNKKIIKNDSEYELSEDEVNNIETISHKKDLKSLKEK
KRKIEEKVTDNSPEKPPTKKIKKVVEKTKQELSSSDSEDISDTDIVTKHHVTRSKTKSVRANLDLDKVVLSKYSIQITLR
DISRLEPDEFLNDNIIDFYLRYIEEQFHGAKARQVKNDFYIFNTHFYQLLKKDSSRAAERIAKNVTLFEKKLIFIPVNEN
VHWSLIVICNPNGTSVKKEKLDLTKKYPADARMLMYCDSLGGAIPTNTTKRVREFLAKRYSFENPNEKPVTFTADNFPVG
KANLPKQDNHVDCGVFMIHYIQLLACTKIENLPLDAPELFQTSDIPTKRESIKREIEFELLQNPQPTQVDQSFNSQSDSV
MAISQLEDSVMKEASAHNEESPNTEKLESDGEKEVKTKETTQDSEDLFTEKVLECDSEN                     
>Tvag_XP_001329355                                                              
MMNYKFVSPYVTQLFQRTPEENAIYLFEDFSFTKYDLIFFPISNLRTDHLCHWSLVVWCSGKKNRFLHFDSLKNRNIIPA
KNFVQKIIHCLKIKSYSFKNMKGPIQDNTTDCGMYLMAIMDEIATTRKVSEEMKTKITPDYIKNFRTLLSQCIANYNTTL
KGWECYREMLTN                                                                    
>Tvag_XP_001316824                                                              
MQLFGMILEKKYNKINPNDSKILFLPPTTLEFFRFYPDDSVIPTLQYFPALKYRYVFIPFTNSVSLTETGDHWALLVWEP
NFNSQNASNFYYLDSSGQGNRKYGESIVERLSKLYQIAKYNFIPYSSPQQNNHSDCGMFVMAFMECIAEHLIIERINDIV
SQQYVTKLRKEFERKYLKPKWKVHTKSAEK                                                  
>Tvag_XP_001314292                                                              
MKNKFLHFDSLKNMNLVPAKKFSDKIAEAFNIKNYKFKNMKSPLQNNDKDCGVYLMAIMDEIASTRKISDNLRNKITPDY
IKKFRIALMTCITQSKANYNWETYYKMLVE                                                  
>Tvag_XP_001583267                                                              
MSCNFLKNLLYNIEMEQDTNESTVLSASRINFLYQESTIKPKPKISFEFSDLNCLAPTQWLNDAVINSYMNLMKSKTSEN
IGSTNTFFYAKLERDGPESAVMWEGIKGEKLNIYEKFLIPVCSGAHWILICCDFVQNELQVLDPLGGMYHSKANTINGFL
SYQGIPTLPVKHPRVPSQHNGYDCGVFLLSNARCHFFNNGIYNFSQGDIPNMRRKIKQELLDCVSNKD            
>Tvag_XP_001311962                                                              
MSKKKVIYSFENISVYESDVDRLKSCEWINDTLLYLAGRKIEIKYQKEIEENHKNFMFYPPNTLELVRFIDKSMVLDIIK
YWNVFNSKYVFLPLNDGGFGNDQGSHWSLVIWDTQFSPNEINFFYHFDSIGGTATRMAKSVCKQLCNYYGVSSFKFFAPR
SPQQDNSYDCGLFVVAIIEYVAKNMDLENIKQNISQKLVSQLREDFTSKYMI                            
>Tvag_XP_001305724                                                              
MGKAQAIYHFENISIYDTDINIIKNNEWVSARLVHLAGRKIELENLTKTDDQHKNIMFYPPNTLLGLRFFPEPFVHPIVE
NFNVFEARYVFLPFHNGTSGSDSGSHWCLLVWDTHYSPNEVSQFYYFDSMASSTYNLAKKECALICKYYGVREFEFLEKP
SPQQQNVYDCGMFMIANIEYLAKNMDFDNLCSNVSQNSVSQLRKDFVSKFVT                            
>Tvag_XP_001580067                                                              
MLVASFSDEDLERLRQKESVVDKVINFFCEQQRCKYKENSKLFYFMEPCISDLLYRYTVEDSREFMKTRNIKEQDLIFIF
IYNNFHFSLLCCRPKAKKKCFIHFDSIKGANHKYALEFSLKFINIFDLKCDKKEAFVEMECPQQKNSKDCAIYSIAFTDA
IASKYSFCSSTFEIINPEYIDGLRENLYRTIYQSRAKPKCEMPEIQSSHQIGQS                          
>Tvag_XP_001579967                                                              
MSNSKYIYSFENLLITQTDADLIKNCQWINDTLIHLAGRKIELENLKETEDGKKNIMFYPPNTLQLLRMLEKPFIDDIIN
NFKVFTAKYVFLPLNNGGLGADHGSHWSLIIWDTEYSPNQENKFYHYDSIGGSTTKLAKSVCKQLADDYGVKYYKFFAPK
SPQQDNTYDCGLFTVAVTDYVAKTMDLEHIIPNVSQETVTNLRNSFITRFMK                            



>Tvag_XP_001327138                                                              
MMKYKFVSPLVTQLFQRSSEENAIPLFENSAFSKFDLIFFPISNLKTDNTCHWSLLVWCPGMKNQFLHFDSLKNRNIVPA
KNFVKKIVSCLNLKAYNFKNMKGPIQDNSYDCGMYLMAVMDEIATTRKISESMKTKITPDYISKFRILLTTCIINYNTTS
KGWECYRAQLSD                                                                    
>Tvag_XP_001325870                                                              
MTKISPLLPVILGENHCIEDFFKPNKAVKSDKPSNLQQNENSNQVQQSLKQIQLKYTDLFCLEKHEWISDIVIDAYLKIV
VNKSPFDIGATNTYFGQYLDVENHEKMRQWEGIKPLLEGKFTQFLIPYRTNSHWILFDVAWDDNTITLYDSLNRPTPSAA
KKLKNFLTKNSDKEWKFNKPIVSGQENSNDCGVFLIKFSEYISNGDDPLDVDQKVARKARKEIKEVLMQHITDYRLNPPN
RKSNQTIK                                                                        
>Tvag_XP_001323303                                                              
MIPPESFYSNKIYTRVPKRTAPVKLEVSKPAYYEKTEKNAKIRIQLKVNDLDCLQKHEWLTDIVIDAYLKYLINNSSYPI
GATNTYFGKFLDKENYTRMKTWEGIPNLLEGKYNYFLIPYATRAHWILLVVCWQDHIIRVYDSLNRPLPRCIKYLSFFLQ
ENTKFTWQGQRIKVSRQQNSSDCGVFLLKFAECIVTGQDPLQVNQDIVSTSRLEIRNILIDAINQYVLN           
>Tvag_XP_001305376                                                              
MIHPCLSSDALNDLKNKMPISSSVINYFCSKLRNKFKDHPKSFYFMEPNISSFIFDKSVEFSRDFMKTRDVKSNDIVFIF
LYNNAHFSLLCYMPKMKKQCFIHLDSLKNAHHQYALEFTNKFINIFEAKCNPKTAFAELGCPQQNNDYDCGIYSCAFVDL
IASNFTFNKKIFETITPTYISKLRGELFSTITSEQTQTNIEIPCSQPNPQVDQS                          
>Glam_XP_001705948                                                              
MTAELLQLKNQFYDLAKELLGQLDPSEAQEKTSAANTYHVEGTFAGFLSKNILEQCERRLPHASRPVCLDSSQSQRDHTL
AMAALLIPIYNLIAKYHLTQVMSCASRRLVTTIDDTAFPVRTLSGASLSIEDILTVKTPNAWLNDEVINAQVSLINARCK
GLSIANTHLYSKALSSGPYGLEAWLRPLLSQPIETFVIPMNLNNTHWTACSIHLQGHFVFCFDSMRAINTRTIKPVLLLL
LTYADMFGLTRDVIHRSLVVLFPGFARTFIEIDEEEHILEELASIEKQRANIALLSQSVGENIDTISISSTGSDAELSSV
QAVLTSSANTDTRPKRIFEKLALQRPRSSYYLLHRMRLSMCGISNSTDSTGLLSRPTIDTKEQDDLIATRGAPTSPAAAN
IVLEILSTLTACTADIEVAGQRLHDEGLDTLLDSPSSDLLFVDVKTAEIALHKLRREYNIGSLLTSAAEAVMLSLNMPQQ
ENGYDCGVYMLLFMKMIARQFGPGYPLVAQDTKRVRSLITMEVCKQKLLITPQDLDELC                     
>Tcru_XP_821519                                                                 
MSRIEINEEDVKSLCEGNPLMEGVINYVFVKAAAIAQRPDVVYFLDPAVAHTMYAFEDASLGPVDEICRVLIVVIPIAEY
KAVGFNGVHWSVLLLQRMSVNVPFDAFRLDSLSDKNEDRCLSFLHLLYSCSTCTDHMPRSSTIMKFPSQRNDVDCGCFVC
MAALHVAEVVKNWNDGATGLFDGPLEFPHELDASLFRRSLLGEVLREGC                               
>Tcru_XP_812367                                                                 
MASALLGTAGWVHKTLFSSLRLLGRQQQQQEEEEEEEERVTHEWNELPSPAVRPPAGSVEVVRAGRTAGGDSRWRRDISS
PFVFPVARRSRRRIRSPDSGVCAVRGSRDMTHRFTEIFRRWSSRSREGRTFVDMEEGTEEEVATVSPSTSWASTTISASA
STARLNASRGTAGGSVAGRSRSRALLVPQKKQKQPISADEMRRRVMSAPLSMWEVPLLEEMGPREQLNSREATGMEHDNL
EGKVLFAPIDPPQETPSVEGAFLSQKDSPGATVASPSFPHTTANRPSTVRERDAHQLALHIREMRALLPRGYGWREPPVG
DASHELNELKFPEGKPPPPSSAYAIKNSVVFDDLSCGLLLLAVTEDDRRVRVVYEDMMHTVCKGIVEDEIHKYIQLMEGV
AERALDYWVIDIVLKDTADAMKRVFPAWSLSRGIQRHIRERKAVILTALVEDEEDEEVYGRVLHRGGRDSSQANGVAVSF
QSGLSLSYQQIATLGPGQWLNDQVINAYLSMICDERNNTSGKEEAVSLGTHFFARVEQELKGDLSKVVQLPSLQKDSGIL
RWLRRRRNILQPGATRVILIPVNLSQTHWALVVFNWEVHTWFYYDSYIRGKAAMTRGILVLQQLSHVFLESWRILCDSEG
GNACHLADCKLVVAEPLRGNERSYDGGFAFAPQQSNLYDCGVFVCHMAWCAVHGVATVFTQEDVTAHRRALLHELLCQKS
LLQFPVSAFLTP                                                                    
>Tcru_XP_804104                                                                 
MASALLDTAGWVHKTLFSFLRPLGRQQQQEQQEEEEAEERVTHDWNELPSPAVRPPAGSVEVARAGRTAGGDSRWRRDIS
SPFVFPVARRSRRRIRSPDSGVCAVRGSRDMTHRFTEIFRRWSSRSREGRTFVDMEEGTEEEEEEVATVSPSTSWASTTI
SASASTARLNASRGAAGGSVAGRSRSRTLLVPQKRQKQPVPADEMRHRVMSAPLSMWEVPLLEEMGPREQLNSRGATGME
HDNLEGKVLFAPLELPQETPPPRTPPVEGAFLSQKDSPGVTVASPYFPHMTANRPSTVRERDAHQLALHIREMRALLPRG
YGWREPPVGDASHDPNELKFPGGKPPPPSPAYAIKDSVVFDDLSCSLLLSAVTEDDRRVRVVYEDMMHTVCKGIVEDEIH
KYIQLMEGVAERALDYWVIDIVLKDTADAMKRVFPAWSLSRGIQRHIRERKAVVLTALVEDEEDEEVYGLVLHRGRRDSS
QANGVAVSFQSGLSLSYQQIATLGPGQWLNDQVINAYLSMICDERNNTSGKEEVVSLGTHFFARVEQELKGDLSKVVQLP
SLQKDSGILRWLRRRRNILQPGATRVILIPVNLSQTHWALAVFNWEFHTWFYYDSYIRGKAAMTRGILVLQQLSHVFLES
WRILCDSEGGNACHLADCKLVVAEPLRGNERSYDGGFAFAPQQSNLYDCGVFVCHMAWCAVHGVATVFTQEDVTAHRRAM
LHELLCQKSLLQFPVSAFLTP                                                           
>Lmaj_XP_001684213                                                              
MNLQPSTRHHCAAEGASLNSSSSPSFAVTADVAVEPCPAPQSTNGDAFQSLTPFMSSSASSATADTQAHDPVARPGSVLP
RPDAVGGPVRSPTIRPPPNMVLSGHLHHRHSHLIHRSSASVAAPAETGSGRLQGLAAASSASAQTSSMAIRHSSTPPPYA
LVMDSLVRRYRAEEDRLSQWRQGGGGVCASAAFRRDDVQSRRQPRGAVEGEELTRAGLRGTTGRVLSGHTSSAADSGLRG
VLTSAVQRTALVRAAQAWWRSRRELQRMSSKVSKRIHPATLSASPSAVAGAEAQHPSYAMPAAMPSAPAAPPAAPPFSSL
SWLDAAGRSILGRLSHSLSLSSDRGKSVRLELLRPADAAQPRGARRDHRDDTVDDSVMEGQQAPGAEMAEMTAEAVPAGV
ATPVLSLSRMGSEALLAHPCESARQQAGAGGRGGALHRRQVDGEEGDLDTSIASSTCSSRGSRVSGGGRVTLQSTEAAGD
SIPRQEAGRTGRHENSGSFTFSRVGGLRMHLLGGAATALSDAPEDSFRSAPRLLAQSRVRVARWLRRRQHLVAAKRSLRG
VGVWPKPTTAADAEHFDASSCARHSAAASPPFSTASELYRSAADAAPSPWESALPPTWADRSGGDHMLRDGEVTEGATAA
SKRTTRAHVLEQLRAAIAAGMAACSAEQGGLVARQTTSEVQSSSGEPPVLSLAAQRTREHADDLARLTESLVMLTEFDGG
AADGSGSGIRAHRASNPEDVKRASPMTLDQEQNVAAVPSHPSVGKATNAALPAWSPSCVHVSSIISAGQHRRSYHGNAQD



VRGAETRTRDGRSCVHEVAAETAVDAFRSLLTDTTHTPHDVAVRAVYEAIMSEVCVPLVQRDVQHAMDVNSSAADRALTQ
WIERQLMVELTQPRPTKAQATALNDGSAASSAATLQPLVCTGVMRHIRSGVPVSLEHLRLDDADRQVLESVYARGASNAI
AVKFDTGGYEISYRQLASLGPRSWLNDQVINNYLQLLCVEAEGAATASLPAARCRHRIASLGTHFYTKVESELSQSVDGF
RSPPPRLPQLDSSSAVFRWLRHRKHLLEPYSPSDPRSVRAVLVPVNIGTQHWALAVLDCADDRWVMYDSMSRSDRARQRG
AVILAHLSHVWRECKRHFGLVNTECTPAAAASVVAQDSPSSAAPQPSPWTSACVVAVPYVPFTDTLVTEGSSTAISPLDS
LQPYDSLDELHRAAKRIRHQEALFVEQTSQKVLQGGSDAGGVGAALAVRAAPTPPPPPLSLTAATALPAEQLSDTEVEWF
TGGFDHIPQQANGNDCGVFVCQVAWCVAQGVAVSFTQSDVSRLREVILLELLSKRLLRRYPTANTSSSSGV         
                                                                                
                                                                                
*******Peptidase_C65***********                                                 
>Hsap_ENSP00000203664                                                           
MSETSFNLISEKCDILSILRDHPENRIYRRKIEELSKRFTAIRKTKGDGNCFYRALGYSYLESLLGKSREIFKFKERVLQ
TPNDLLAAGFEEHKFRNFFNAFYSVVELVEKDGSVSSLLKVFNDQSASDHIVQFLRLLTSAFIRNRADFFRHFIDEEMDI
KDFCTHEVEPMATECDHIQITALSQALSIALQVEYVDEMDTALNHHVFPEAATPSVYLLYKTSHYNILYAADKH      
>Hsap_ENSP00000416973                                                           
MCGVEGCCQGGATRRGSLPGGRQLATRKRSVVRRCLKMAAEEPQQQKQEPLGSDSEGVNCLAYDEAIMAQQDRIQQEIAV
QNPLVSERLELSVLYKEYAEDDNIYQQKIKDLHKKYSYIRKTRPDGNCFYRAFGFSHLEALLDDSKELQRFKAVSAKSKE
DLVSQGFTEFTIEDFHNTFMDLIEQVEKQTSVADLLASFNDQSTSDYLVVYLRLLTSGYLQRESKFFEHFIEGGRTVKEF
CQQEVEPMCKESDHIHIIALAQALSVSIQVEYMDRGEGGTTNPHIFPEGSEPKVYLLYRPGHYDILYK            
>Cint_ENSCINP00000007453                                                        
MSDKKPDEVKDQEYLSTLPNQEFDEAVTTMQNNIQNEIAASSSLVGNKQEILTLKSEYSADDKQYQHKIQELSKRYTHVR
KTRGDGNCFFRAFGFGYLEVLLHNKKDYAKFKEAAAGTLKKLMSLNYPSFTVEDFYENFMSVVNSIGEGTTLDELSNSFV
DEGLSNYFVVYLRLIASCQLQLDADFYQNFIDNGKSIVEFCKTEVEPMYQESDHIHIIALTSALNASVRVAYLDRGGNQL
AFHDFPEDTEPTLHILYKPGHYDILYPR                                                    
>Dmel_FBpp0079577                                                               
MEPFTHNDGNRDELIIQQKRDIEKEISDTTPLVSEQLPLTCLYAEYSGDEIFTAKIQDLSKKYKFIRRTRPDGNCFFRAF
AYSYLEYLISNTSAYQEFKKLAEESKEKLVQLGFPSFTLEDFHETFMEVIQRVSPDNAGGHSTVQDELHKIFNEQGYSDY
VVVYLRLITSGKLQEEADFYQNFIEGDLTIEAFRHLEVEPMYKESDHIHIIALCTALGAGVRVEYLDRGEGGTVKAHDFP
EGSEPRIYLIYRPGHYDILYPN                                                          
>Cele_C25D7_8_1                                                                 
MANEPQKSDDNGQAAEAVVTDDEIVLQDQQLKTIEDEQKSVPLVATLAPFSILCAEYDNETSAAFLSKATELSEVYGEIR
YIRGDGNCFYRAILVGLIEIMLKDRARLEKFIASSRDWTRTLVELGFPDWTCTDFCDFFIEFLEKIHSGVHTEEAVYTIL
NDDGSANYILMFFRLITSAFLKQNSEEYAPFIDEGMTVAQYCEQEIEPMWKDADHLAINSLIKAAGTRVRIEYMDRTAAP
NGGWHYDIPSDDQQIAPEITLLYRPGHYDVIYKKDSTEASEIEN                                    
>Ctel_154088                                                                    
MATENIEDAKAQMGYDPTTNYDEATMAQQRQIEQEIAGCQPLIGKETDLKTLHDEYSPEDKIYQDKITDLQRKHSAYRRI
RMDGNCFYRGFGFGYMEKLLKDKSELQRFKEVVTTSKDEMIKLGFPSFTIEDFHSNFIEVLEKLEKDCGVDELLEIFNDQ
GYSDYLVVYLRLLVSGHLQKNDDFFMNFIEGGRSVKEFCAQEVEPMGKESDHIHITALTAITGVPVCIEYMDRSEGHGVT
TLVFPDDKTPVLTLLYKPGHYDLLY*                                                      
>Lgig_220355                                                                    
MAEADSGFNYDPTKNYDDQICAQQRDIEKQITDEQSLVSNILSFDVLKTEYQDDQVFQNKIQDIKSRYKHMRKTRGDGNC
FFRAFGFAYLEHLLKDDSDFPRFKEVASKSKDELVSLGFPQFTIEDFHDTFMEVIDKVGNKISYEEFFQLYTDQGISDYF
VVYLRLIVSGHLQKEEDFFMNFVEGGRTVKEFCNQEVEPMHKESDHIHITALTAALGVTIRVEYMDRGDSDKCNQHDFPD
GSKPDIFLLYRPGHYDILYP*                                                           
>Nvec_XP_001636164                                                              
KEVEPMGKESDHIHIIGLTEALGVCIRVEYVDRTGDDVNHHDFPEDGSTPIVHLLYRPGHYDVLYLANQ           
>Nvec_XP_001636163                                                              
QSLSAQYSHVRRTRGDGNCFFRAFGFSYFEKLLTDEKEYQRFKDLAARSKDELVELNFPAFTIEDFHEVFMEVLDMMGNN
ATEDQLIQKFQDEGISNYLVVYLRLLTSAQLQRNAVFFENFIEGERTVKEFCNQEVEPMGKESDHIHIIGLTEALGVCIR
VEYVDRTGDDVNHHDFPEDGSTPIVHLLYRPGHYDVLYLANQ                                      
>Adig_15776v112192                                                              
MADDCSPSDVGRNYDEAIKVQVENIHKEIADMQSLVSEKMDICVLGKEYSADDYIYQSKIKDLALNYSHVRKTRGDGNCF
YRAFGFAYMELLIGNQAEYDRFKNLASQSKDDLVSLGFPSFTVEDFYQVFMETIEDVGKHQCAEELLKVRSEYSLKFGVK
FALN*                                                                           
>Hmag_XP_002161957                                                              
MAEKSSSQVRFAENIDLATIEQVRDIEKEISTLFPLVGELECVESLLHDYASDDQVYQNKLKDLFHRYSHLRRTRGDGNC
FYRAFGFKTLEACLVDSELLERLCDVATSTKNKLVALGYSSYTVEDFHETFMDVLEIAKKEKNLQEIIKVYNEQGYSDYF
VVFLRLMVSCYLQENEEFYSAFIEGHTNMKDFCSQEVEPMAKESDHIHIIALTNILKTTVQVEYMDRGGHKDSVNHHNFP
DDGSKPAIYLLYRPGHYDILYPRGET                                                      
>Tadh_XP_002113175                                                              
MDASTEAENLDQKIMDQMELIRKEIEESVPLLSHKEDIASLAKEYPPDDAIYQGKIRSLYSSYRWIRRTRRDGNCFYRAF
GISLMEMLKQNPDEYHRVYKVIEESKDRLIELGYQAFIIEDFHQTVLTLLKNVRKDDCTNDELVEWFNDRDLSNYFVVYF



RLLTSAHLKTNAEFFENFIDGYQSVKDFCSYEVEPIGKESDHIHAIALTGFLNTAIEIVYLNHTDDDLSKHRFPEHSAPQ
FTLLYRPGHYDVLYK                                                                 
>Mlei_ML099210a                                                                 
MTAEADPMSHDDNVIAQMDQISKDIANKSPLVSEPEPVENLKSEYTQNHGFLAKIEHLTKSYSKIRRVRGDGNCFYRAYA
YTLFDACKRDAALRDRVFKKLDTTLAWLVQLGMPSFTTEDFHDTFVETLKNHCDSGTYDSLMETFNNDGMSNYLVVYVRL
LTSGQLQQDSDEYLPFVEGLYKDMKEFCDKEVMPVDREADHLQIKALTECLSFPLKLVYVDRSEGGPTELVIPDGSSPDV
SLLYRPVSNSTPLSTSAQLHYQLLPNCINNPIINSMIKISPTQYNSVINSYSTLSI                        
>Ocar_g5242_t1                                                                  
MAEAAVSSEVDSFQATDEAILAQVDQIRDEIAQARPLVGQVEEIGVLSREYEETDKIYQEKILHLSRKYSGIRRTRPDGN
CFFRAFAFAFHTLAKESKNRLVTLGFPEFTTEDFHDVFMEMVEAVGKPCTTAELLEQLNNQGLSDYLIVYLRLMTSARLQ
ENWAFFENFVEGGMTVTDFCHREVEVMAKESDHIHVIALSEFLDVCIRVEYMDRGEGGTVNHHDFPENKTPPHVTLLYRP
GHYDILGCSRFGNEVDELTDCPSDVFSGSWCQVATAHVASDSDEKRIVAVDVRDVDPIPGVIVLSPCSIFDADVEARVKK
ALHPFESADAVLRS                                                                  
>Aque_XP_003384403                                                              
MADFMSEVARLDEETLKQIDRIQKEVAESCEFIGDQEDIDILTKQYLQDDEVYQAKISDLKRKYKKLRRTRGDGNCFFRA
FGYAYLEKQLEEKTDLDRFKSAVIQCRSSLLSMGYPSFTLEDFHDTFIDIVESVNKASTSSAELLQTFRDQGLSDYCVCY
LRIITSGYLQSNAEFYSSFMDGYSTIKEYCSTEVEPMYKEADHIHISALTSALGVSVGVVYMDRGEGLEVNEHVFPEGSD
PMIHLLYRPGHYDILYK                                                               
>Mbre_XP_001742109                                                              
MASEASEVGEAAGRPTDEAIMRQMEDIKQEAAQHPLMGERTGIDVLLAEYPDPLFHTKLETLQRRQASFRRTRGDGFLLR
LRETYEMALAAGCPEFTTEDFYETVADMVTDLKADEASLTTLLAAVNDEGLSNYLVAYMRIITSAYMQLNADYFQPFIEG
GLTVKEYCSISVDPFGVESEHLQAQALISALRLGCRITYIDRSPGAEPPCHVLEGPDGSGQPVCHLMFRPGHYDVLYLPT
AAP                                                                             
>Sros_PTSG_05213                                                                
MSEGKDEVNRDQEIMAQMDAIKKEVAESAPLMSDVMDTSTLLAEYGDPLFTTKIKSMLDAFPKMRKTRGDGNCFYRAYAY
GIAEHFAAHKDKLPGFLETLKQTFDMALAAGYPEFTAEDFYETVQEQFARLKDEPMEALHATFNDDGLSNYIVAYFRLVT
AAHMKTHVDDFLPFLEGGETVAAFCARAVDPFGVDCEHLQIIALTQALGVAVNIAYLDRSAGETAAQHVIPDGQEPLVFL
LYRPGHYDILYPPPAVAHT*                                                            
>Cowc_CAOG_01505                                                                
MASSAYSDFDVIAQEERVRDEIAASSELVSDPLPTSVLLDEYKENKDAFRDKLKDVTSKYDSFRRVRGDGNCFYRAFGFA
LLQQILHRGTEEQARKLYQQAVASKALLVAQGYTEYTIEDFYDSYVEVIALATGFPKPPAAYDYSTGIPVPVQQDANSEP
PKQLPWPLTAQERALRESNLLAIFRDDPVASAVVYYLRLLTAGHFKTNAEFFQGFIEDGLTVSEFCAREVEVMARECEQV
HIVALSAALDVPVRVVYTDSSDSTSQATEINFQEEGTAAPTVSLLYRPGHYDILYAR*                      
>Mvib_comp337447_c0_seq1_fr4                                                    
RRCRGAGNCFYRAVVYAWFERVLLRPARYLKRARQQLDDAKHLLLANGFQLLVIEDFLDVAVDTLYA             
>Mvib_comp11355_c0_seq1_fr5                                                     
WMRTPRPDGNCFYRGFAFGLCEWLMTLAEPEDVTRVVSVFEASKADLLAAGFDEFIDDFWAMTMAPLRAIKGGNYSHDDL
LACFRDQERTEYIVQFMRFLVSLHLAKNADFF                                                
>Sarc_SARC_06589                                                                
MEATPSDEAILKQRETLEAIQMLNPMVSVPMDIRELAKEYEDGSAVYVNKIENLSKTYKSFRRCRRDGNCLYRAVSYALH
EKLLQTESQTLQERCQVQIVKSKPALIEAGFQEYVFEDFYEATLESWMQVKEKDSQWVHELFNDSEMSNAIGLYYRFMTA
VELRTNASEYIHFLEDGTTVEKFCNTQVECYGKEADNIQIAALCRYLKIRLKIVHLDQSTGDECNVHDIGREDADDAEDS
ITLLYRPDHYDILYETCSALSWITPMTLCS*                                                 
>Apar_comp4887_c0_seq1_fr4                                                      
KFQWMRTTRPDGNCFYRGFAFGLCEWLMRLAEPEDVTRVVSVFEASKADLLAAGFDEFIDDFWAMTMAPLRAIKGGNYSH
DDLL                                                                            
>Apar_comp17769_c0_seq1_fr4                                                     
QHPVISSHLLALVFCSYIC*R*FGRS*EMEGPQRPSDDEIIKQISALEAEQLSNPLIGPLESVSRLAREYEGGSEVFVQK
TKEICRRYTHMRKVCSDGNCFYRAFSFALLEHAHATRQSDPSVLAALKETATNSTALLTSIGLSTFVFEDFYDLFIAQVN
RLAECTLSDLEDAFRDDEISNGITLYMRFLTSAELKINADEYMPFIDEGLSMDQFCNLHVDRFGEEADQLQITALMRVFH
RQLHILYLDQSAIDQPNIIDIGSEGAVDLPTHFLYKPGHYDLLYA*I*ILFQNGATKWVTVIYSMPRLSTDGSMCSTQCR
YT*MVDKL*WFTLFYCMPSWLTKWVTVIYFINRCEIGCVCVLMCVWEG                                
>Contig6293_Corallo_2_fr1                                                       
VQPFPGSLIANFADHERKDDVTFQLEELTGLGFESWVQVRGDGNCFYRAFGYEIFYTASVESLTTLRQKVADAKDRMISV
HNFPEFTTVDFWEEFDGSLDAVISSGSAPRSPERSTVIDPQWKDQDNSDYLVVFLRLLVSEYMRSNAEMFLGYLGAQTID
SFVGTEVEPMGVDADEYQVLSLSQGLGVPLAVGYLDGRNNLGDPSAISALREKKTPQEHRMFHRFGLGGSESNGDGGSGS
SGSRSVEDYVFLLYRPGHYDVLRWGA*S                                                    
>Contig1058_Corallo_2_fr2                                                       
AVYCVRKRIAQRPWALCRYRGSDRDML*AGTPIIMDLTFYYNDRDCVIQLPEDGSGDDLLEIHKVLKEAFGIEEDAMLML
FSKDSQLEMLQEYTDFKRWNENGVSNITVKLKEPDVDSQEGVAQDDVLAQMQHQRMQQQLHQKAPPRPPKQDSVTSIEVP
SEPTHIPYLKKRTDSLEFLAQGKGEAPNESILNAVRTLAVKVNTVAGKVAYQPFLIDSNCFYRATTYVFMERAILTGAGS
QLANLLNKVKWMKEKGTPKIQQDTFEQTSFILNTTLKQMAEASKQSDKERDNALMKLARNLAEVWNYENATPQLHHLDRA



LMLMSRGLTVNTIAANLASRYGFYLNELENMQQVMGWCLDNILRWDHRVPQPLAVDAFARALDMHILLLQPQGADDSGVV
LDVSLFGYQGDTKPQRSNTCCLLLVFHSFVRISVSSDGFDRLLGQARPKFLTPQEQQGLFGSVNGQEAADDGEAQQADEI
SSLHPEDKSNPMRKSGTSVENIQTSLNSVDKSTLNLRDQNTWKPYDKVGPATSEPGEAADQETAAATPPPLLRSATDNMN
DWVTQTGNIDVSPESEDDAKAEAAPARPPRRKGHGNSENAPKEVQSSVSGDEKARLRKSHPLGLSSDHILIDDPSNALGE
AVHDDAPLVSVKENTNSNSDTVTISKKEYEELLEKVERLKIIEDQLNALKALTGGK*GWAVAESQYD*MCNFHIVGVSYI
VNDWGYIQGTRACR*LPESCTIHN*VVRILGRAAASLPKNEALQSGTVSKPGRHLRMPSSSGW*GYRMR*PFISTGFSCR
KSLAFSSHTSRTAATHSGLAGSRYSSFRPLRCSLNRAMRKPYTCPRGVAPCLTWWCIW*PPMQISVSRLAPMERWLMLAE
PMMTYSSSTIISLECT*IMKRRVLASVWPMPFLATPLAWDPSSVSRFTGQ*KVK*SVAFLSLPTSLRQAWIILYMN*MVL
YCQCRISWMVALSGSPSG*IGITM*AQKSSPARIFSQHLREISRGTSWHASISWWLSQAWQEPRKYWFSM*MCFLARRIW
CT*AR*ILSST*RPFFRFRYSSFRPSSACLPIWALRPSILRKICTAHSSWLWCISFAGWMRFLTCVRWTRSRWWRSFTCL
CQRSSKLIMISRAAWPSTRE*MSCQGWRGPTVGSNS*Q*LALSPLCTPVRVRHKGWEPSS*RPSVRSIPPQ*AMMWRTLH
ASTLLGASHTTSFW*WVKRPPTLFDSSMLLLSPPARSTWNILTFVFLK*AKVSSSWVPMTPPVLMMPLLLLRSFQTRMQI
LRPSSALCLSTSPRVSPLPSASRFIIRSAQTAQPAI*MNSLASLMLSHISSQQLRSSYTALPSKFRGNCFKRSACSGFTR
ASWYRRTEQPVRMG**TWGTSGVILVFSTVTNSISRCSSPFSFSPFSFFRGNQPSFGSPVASSFMSNHTKPR*STPAASS
SFTLISSLSPMSAMGISYFSLKWGSRVLSWRLVLIRRLCPMRTVT*GSLKSRVTLDNILPSLEGRRASALRRCLAAMMLI
LRVPCHTSLSPRGLVEDGIFKCCFNQPI*RTYPEVRI*W                                         
>Tmel_XP_002838068                                                              
MEGSSDINGVNDFDELDTWRQQVELRDIKAQQQLTKQHYGSPTGSPTHTPPAAEDVKASLAVLEMAPTSDFAEMEKLSRD
YQPDLQGPLVGAVKSSKALEVEYAGADPAFVRKTVALSPKYPFYRTILGDGNCGWRAVAFGFFELLLKTGDTNHVGMQYA
RIASLNGLMELAGLQPYIYEDFADVTFELLSAINSSPTIDTPWDVSMIAERFNNPEVSNAIITHFKFLTSSWMKTRPEYY
QPFLDRPVKDFCEAQIEPYGIEIEHVGLMALIDCMVLPAAFAVEVFYLDRSAGDEVNVHRFADLGADGGIPTPPDAPVLR
LLYRPGHYDIIYKKGDIPEASPPSIQVSFLSSLPEQTFAPTPLGSIFHQIPSSNMDPFSTEPGPSNFRPSMFNLPAFQPS
PLQSLPFQTTTFRNSPFNPSHFQSEHFQPEIYQPPTPTSLGGSKRSSSAEKSSGGSLNEWDNGQYPKDEHPPYS      
>Ncra_543NCU00595                                                               
MYQPESAAYISLSAGYGNAHGLPDYTFEQTSIGGGGGSGGGLGRGGGAEAAATAAGAAAVGSAIAAPGTTGAIFSPGPAG
PRGSISGNSVPSGPASRPLFTTHAGNSFHPHHSSPHSLPPHHTSSHGGHSQHHQHQQSHSPLSYVSHSLSPSVGGSTSPS
SPASISQLPPQQQHHHHHHHQHPQQQQYQHSRFDSQVPRYQSPSSIHQQQHHIKMEAIGDDHSDLAAAQGYQEYQPELNG
LPVGDKLPSTAITEEYAKADPVYVQKTRLRHVLIVSQSLPAVYSHYRPMLGDGNCGWRAIGFGYFETLIKLGNKAQVDGE
RERLESLNEYIQHHGGFDPMVFVDFVEETDELLKRISDKLNVPEEAMSEVMHAFTDAEKSNAIIYHLRLLASSWLKENRG
SHEAFITTDESVEKFCQRVIEVPNIEIDQLGLQALVSILLKPVGFVLRVAYLDRSPGSEVNTYSFPEEAISQPTSPLDPV
ICLLYRPDHYDILYPVDPTPPPAPMNIQVFRATIPQYEITSAPPFTAAGDYDLLAALPGFSSSPSPLGALGVGLGPSLGS
PLAPFTQAPTPSWMSAPFGTESLQPVATPLPIAAAAPPPPPPQQTHPLRFSEYCQMPEYVENDTWREPTFQTSTFKNSHF
NVAHYNNPNFQPEEYKPENDEYDPPPRSGRKRGSV                                             
>Cneo_XP_572936                                                                 
MSTLTDQEIMNLMENMENQENTSDKPLVSTPVPLSVIREEYLKGSQQIVKKLDYLQENGWDQVWRARGDGDCFYRSFTLA
YLLRILHSPEPDVEANLAYDAIQRALPAMEQCGFQKDIYEEFLDPLLALIRSFAESDETTANEYSIVQALQDPERSNYIV
VSLRLITSSYIRTHADLFSPFLFSPTTFLPLSTEEFCRQEVEPCGKEADNAQIMALAEAMNAGVRVAYLDRSEVGGKTIN
WVEFGKDTSENARPLTLLYRPGHYDVVTKDVPPKV                                             
>Ccin_CC1G_11204                                                                
MSLDSATASLEVLDFDDSVSSGAATPRPPTPKSRPNEPPPVEKPKFKELELDDDDDFGNGGPSFLATFELGSTQALDGLS
FHSTQASPVKEGLLLVPEPPPRNSNRRRSKRKTEMTQITPEQAQEQQQPQDQTTQAQLKELSTAEMYDKNQQLFNESIPD
VPLVSELAPMATLRAEYENGSASFVSQIDWLVGQGYTGIRRARGDGDCFYRSLAFAYIDQLLHTPPEHRDLKVGSSLSIL
ESTRTAILLSGTDEFILEEPYAMFTALIQNITTPNKKGFKLDSDRLLARFQDQATDPSVDEEDEPVPAYIVYYLRMIASA
HLKNNSDQYSGFFYDAERDLEMTAVDFCSRFVDPVGVEADHVQMLALCRELKINLNVAYLDGHKSDSVDFVTFKEGPEDQ
EPITLLYRLISESVRNAIDAASQTAVGHSRGKRADEAITAMIHELDGFLRVATPTSGLSRTLSVLCAPETMRRAREEDLK
RAEKIGVLQARLIQSNAKARRKYLMERFDIMSSFHGSM*                                         
>Umay_XP_758610                                                                 
MEGINADTKLESLTDAQRLELASKLQSESTSHQALISAVEPIEVLEKEYAANRAFLGKIKWLKEEAGFIGLRRAKGDGDC
FYRAFAFAFIYKIMMMKDRPMHHFTVKHVESTLQLLKHAGFDEEVVTDFYEPLKNLLNRMYSTDPESQELNEHALLQAMN
EPEQSNSIVVYLRLLTSAFLKLNADEYTPFLFSLDTSSDAGPPDMASFCANQVEAIGKEADHVQITALSRALKVSLDVAY
LSPQQAPPQTPLDEEFPAEQLHQSTENSSDPTCRASASIPVPGNDAQRTRSAAEHPDRCDVVRFEVEGGQITEIGTMLLR
PGHYDLLVEAPVPASPEPEIPAILSA                                                      
>Mver_MVEG_02131                                                                
MQQHNPASTSSSQPQTAAVLPAQSTSPEQVVEALTNASVEQPKPKDEAQLTDEQILTQMQAIKDEEANAHPLVDNSIDLL
ELEAEYANGSVSFRNKIRNLADTHDRMRRSRGDGNCFYRAFAFAWFERVMLAPHKPELHANAVRAIEESKDLLVAAQFEP
LAFEDFYAVTLETLQNLVNWTPDQLLETFQQDEISNSIVMHFRLVASAYLKTHPEDYVPFLEFGQTMDEYCSMHVEAMGR
ESEEMMVIALTKATHVSIEVAYLSGNESDEVNFLPFLPDTLPYMPPLVLLYRPGHYDILYRKSHCLDGVV*         
>Pbla_Phybl2_183361                                                             
MSTEQEPELTDEQILIFEQQIKDQEAQKIPLVCQEEPIAQLVQEFSNNQPFLRKINNLSKKYGRIRRCRGDGNCFFRAFA
FAWFESILSNIERYEAGLAKLKTTPDLLELGGFQKLAYEDFYDVTLEQYELLPQRVSDPDMLLVNFQSEEISNAIVMHLR
FVASAYLRIHSAEYEPFLVTEMISIDEFCAMHVEAFGRESDHLQIIALTRALDIPVEVIYLDGGAGDNAAVHEFWPDETK
KDENKPLRLIYRPGHYDILYERP*                                                        



>Mcir_Mucci2_185091                                                             
MSDTNTNQEPVLTDEQILEFEQQIKDEEAQKIPLVCQENSIHTLKEEFKNNEPFLKKIENLSKIHDKIRKCRGDGNCFYR
ALSFAWFESAMKDPAKYNDRLAKLKQTCELLESSGFEKLAFEDFYDVTLQQYESLNQNDPDMLLVGFQSDEISNAIVMHF
RFIASAFLRIHAAEYEPFLVDEMVSIDEFCSMHVEAFGRESDHLQIIALSRALDVPIQVVYLDGGVGDEAAIHEFWPSDQ
DEREKTKTPIKLIYRPGHYDILYEM*                                                      
>Amac_AMAG_00779                                                                
MSTSTPPGAPAGSSTTADAAASTPGPTDEQILAYETHVKDTDALAHELVSIPLPLSDLLHEYASNAPFLTKIHNLAAQYA
LFRRCRGDGNCFYRAVVYAWFERVLLRPARYLKRARQQLDDAKQLLLATGFQLLVIEDFLDVAVDTLDALATGAIADQDA
LLSRFQADHISNALVVLFRFIASAYLQAHADDYAPFILDYADDMTTFCNQHVEAMGRESDEIQIIALTKQFKVNVAVAYL
DASKSDHATVHRFEGNETDPADEWIHLLYRPGHYDLIYPRS*                                      
>Amac_AMAG_02281                                                                
MSTSTPPSAPAATTNKAAPASADTASTGPTDEQILAYETHVKDTDALAHELVSIPLPLSDLLQEYASNAAFLPKIHNLAA
QYALFRRCRGDGNCFYRAVVYAWFERVLLRPARYLKRARQQLDDAKHLLLANGFQLLVIEDFLDVAVDTLDALATGAIAD
QDALLSRFQADHISNALVVLFRFIASAYLQVHADDYAPFILDYADDMTTFCNQHVEAMGRESDEIQIIALTKQLQVNVAV
AYLDASKSDRATVHKFEGNETDPADEWIHLLYRPGHYDLIYPRS*                                   
>Bden_Batde5_23706                                                              
MSEGCNTDAVTIPAAVVVEDAIVEGEKVKSLSQVSRPTDEEILSFERQIKAETLLAPLVGDMVDFTALQQEYASGLNVYV
DKIKHLKSTCLGMRNVRKDGNCFYRAFGFRLAELVFEHRDLPWNRAILQRAKETKALMTTMGYDMSILEDFWERFQDVLL
IKDEDADGVIGAFQTDHISDTVVCYLRLITAALLKRDRDIYEAFVLGDYSSLECFISDCVEPMNVESDQIHIVAMANIFQ
VDIRIANLDTSVAPEGINFHEISPMEPMQVDQPPTITLLYRPGHYDVLYPKPIV                          
>Spun_SPPG_02098                                                                
MHPSDTAAPTAEQGLDQQQQPIENGADTGKDDRPSDEEILRYERAIKEAETGASPLISDILGMQGLEKEFASGLEIFQRK
VKHLSQTCKGMRTVKRDGNCFYRALSFRFCELLWERRGTPWAQAALARAASTKDIMTEMGYDMSLLIDFWEPFETALKPQ
EDSKTLLEIFQTEYVSDTIVCYLRLVTAAVLKKYRDLFEAFILDSYPSLDAFIGSQVEPMNIEADQPHIVAISNALGITI
RIANLDPTPTDAGVNYHELSPMEPLEVPGDVPEVVLLYRPGHYDVLYPSG*                             
>Ecun_NP_597399                                                                 
MSKKTNAEAPTSARKSLTEHRYFGDPSYTTRIQRIMESYTVFRECIRDGNCLYVSYAIALADLVALEKAPLLRAVTAAFD
KTNSILHLYNIDELGYSGFHDSFIEVLEDMAGGVRRIEDIHLYSLYDCVAYLRLVVSTEIKSNPDEYQPYIPEIDVGAYC
TRFVDPFYQQAGCVEICALSNSIPIRIHVVDVTKDSEDVYGNHPQKISILYTHGHFEPIY                    
>Npar_EIJ89676                                                                  
MDTNTADDSYVGKPLELNGIIENYKETPLYMGISALPVADSKVRLIKRDGNCFYYSIIFLMLEHYSTPAQAAELIQNFNR
INNALVLDGVEDYLVNEFSDPIMSVLKAVGNNETTGLEALDNIFWNYTVAYFRLITSMRIKKHTDEFTDFIVDSSIEEYC
SKNIEAINQYAGELEMIAITKALSISFDIIWIEKERNDHFTRGDGEKIGTLLFMADHFDILYL                 
>Ttra_AMSG_07074                                                                
MRTTRPDGNCFYRGFAFGLCEWLMTLAEPEDVTRVVSVFEASKADLLAAGFDEFIDDFWAMTMAPLRAIKGGNYSHDDLL
ACFRDQERTEYIVQFMRFLVSLHLAKNADFFQFFIEGSGLSVDEFRRIEVEAVGRDADHVQITALTAYLDLAVRVVYLDQ
STTADGAASEIVIPDGGRPVCTLLYRPGHYDVLYE*                                            
>Acas_g9751                                                                     
MEGSEECSASGTHQLVGEREELVKLEATYANLVIRKKIRTLSLAYPQWRSIRGDGNCFYRALWVGLVEDAVGRGGDPVEA
LRGRFQTAEATLQASAAPALTEEDSWRQVRQHFAKEEAEKKTGTREWARWYEDSETSDMFVRYLRSLTSRSLEQRRDELA
VFLPEGQALADRRALAERMGEEAEQLEMSALLATLDVGVRVYQLDRSEGPFAVYILPDERFKGRGELVTLLYRPGHYDLL
YKRA                                                                            
>Atha_AT1G28120                                                                 
MQNQIDMVKDEAEVAASISAIKGEEWGNCSSVEDQPSFQEEEAAKVPYVGDKEPLSSLAAEYQSGSPILLEKIKILDSQY
IGIRRTRGDGNCFFRSFMFSYLEHILESQDRAEVDRIKVNVEKCRKTLQNLGYTDFTFEDFFALFLEQLDDILQGTEESI
SYDELVNRSRDQSVSDYIVMFFRFVTAGDIRTRADFFEPFITGLSNATVDQFCKSSVEPMGEESDHIHITALSDALGVAI
RVVYLDRSSCDSGGVTVNHHDFVPVGITNEKDEEASAPFITLLYRPGHYDILYPKPSCKVSDNVGK*             
>Mgut_mgv1a010486m                                                              
MQSEDEQVVDSSKAETTKTCTQTPEVDDWANFRDDDIMQQQSAIQAVEADKIPFVGDKEPLSSLAAEYKSGNPIILEKIK
VLTEQYAAVRRTRGDGNCFFRSFMFAYLEHILESQDRAEVDRITASVEYCRKTLLSLGYAEFTFEDFFALFLEQLESVLS
GPEASISHEELVERSRDQSVSDYVVMFFRFITSGEIRNRSEFYEPFIQGLTNTSVEQFCKSSVEPMGEESDHVHITAISD
ALGVAIRIVYLDRSCDDKGSVTVNHHDFSPVARDPTNANINNNSNNSQPIKPFINLLYRPGHYDILYPNN*         
>Acoe_043_00028                                                                 
MGNNEKVAVAEEEKKSVNEVVEVAIETSYVDNDDWATYRDDEVMQQHNAIQAEEAHKLPFVGDKEPLSALAAEYQSGSPI
IQEKIKLLGQSFSAIRRTRGDGNCFFRCFMFAYLEHILESQDKAEVDRIKANVEQCKKTLQNLGYAEFTFEDFFALFLEQ
LESVMQGNETSISHDELLTRSRDQSVSDYVVMFFRFVTSGEVRRRAEFFEPFILGLSNMTVEKFCKASVEPMGEESDHVH
ITALSDALGVAIRVMYLDRSSCDTGSVSVNHHDFVPSISDSPNGTTNAVAAKPVMTLLYRPGHYDILYSKMGNNEKVAVA
EEEKKSVNEVVEVAIETSYVDNDDWATYRDDEVMQQHNAIQAEEAHKLPFVGDKEPLSALAAEYQSGSPIIQEKIKLLGQ
SFSAIRRTRGDGNCFFRCFMFAYLLFLEQLESVMQGNETSISHDELLTRSRDQSVSDYVVMFFRFVTSGEVRRRAEFFEP
FILGLSNMTVEKFCKASVEPMGEESDHVHITALSDALGVAIRVMYLDRSSCDTGSVSVNHHDFVPSISDSPNGTTNAVAA
KPVMTLLYRPGHYDILYSKMGNNEKVAVAEEEKKSVNEVVEVAIETSYVDNDDWATYRDDEVMQQHNAIQAEEAHKLPFV
GDKEPLSALAAEYQSGSPIIQEKIKLLGQSFSAIRRTRGDGNCFFRCFMFAYLEHILESQDKAEVDRIKANVEQCKKTLQ



NLGYAEFTFEDFFALFLEQLESVMQGNETSISHDELLTRSRDQSVSDYDL                              
>Bdis_3g16570                                                                   
MVSHRKATPGRGLKFKVKLRGSRSAGSGGDDDREPSPPPPFLYPDLTTLSTSPLPPQPPRGSSGDDDDDREPSPPPPFFY
PDPSAVSTSAVPPQPRRVSSGDDDGEPAPPPPVYFDPSAVSIKYTDELLDDEDWKKEKPTGSSDEKFYFALFMSIQKSLP
RDIFRQDSVPLNKDVYFSLWKNWDRLLDGKRTYLRPPKDHCATSGIFRCPDARTRTLGGPEPLLDLVKEYPNKYRIREMI
KILSQHYVLFRRTRRDGNCFYRAFLFSYLENLGQMQDSQAEATRLMERVAMYRENFCRLKWDMAYFLNPEEYFSSVVSEF
NDLVNSVANGGSSDKLYKRSLQEIISLRILSLLRLLTETEIRTREEDYRAFCPAGVSVFQYCWTNVRPMDVEVLTLPMRA
LTYALGIPLRVEAVGGGKTDGIIQVKRLDFFPRSESGKGLLHLVESYWSSMTAPEPLEMGSGNLFSSDGTPLLTLLCRYN
QCGILYRK*MVSHRKATPGRGLKFKVKLRGSRSAGSGGDDDREPSPPPPFLYPDLTTLSTSPLPPQPPRGSSGDDDDDRE
PSPPPPFFYPDPSAVSTSAVPPQPRRVSSGDDDGEPAPPPPVYFDPSAVSIKYTDELLDDEDWKKEKPTGSSDEKFYFAL
FMSIQKSLPRDIFRQDSVPLNKDVYFSLWKNWDRLLDGKRTYLRPPKDHCATSGIFRCPDARTRTLGGPEPLLDLVKEYP
NKYRIREMIKILSQHYVLFRRTRRDGNCFYRAFLFSYLENLGQMQDSQAEATRLMERVAMYRENFCRLKWDMAYFLNPEE
YFSSVVSEFNDLVNSVANGGSSDKLYKRSLQEIISLRSEDM*                                      
>Bdis_3g41530                                                                   
MRRAYLRKRQAVNAEISGRRKQKKKKKNRSPESALFSLSLSPSRIEAVVSLRLREPDPQEAKLAREAADASARKRKADGG
EDAGADAAAAPVPEEVAMGDAAAPVPDPEPRVEGGGEGADPKPSRCSPEPVSVELSMGGDYYYRACCGDPDPDPKPEGPQ
VPYVGDKEPLSALAAEFQSGSPILQEKIKLLGEQYDALRRTRGDGNCFYRSFMFSYLEHILETQDKSEVERIQKNIEQCK
KTLIGLGYIEFTFEDFFSIFIEQLENVLQGHETSIGPEDLLERTRDQMVSDYAVMFFRFVTSGEIQRRTEFFEPFISGLT
NSTVAQFCKASVEPMGEESDHVHIIALSDALGVPIRVMYLDRSSCDPGNLSVNHHDFVPAANSSEGDASMTSTPADEKPY
ITLLYRPGHYDILYPK*MRRAYLRKRQAVNAEISGRRKQKKKKKNRSPESALFSLSLSPSRIEAVVSLRLREPDPQEAKL
AREAADASARKRKADGGEDAGADAAAAPVPEEVAMGDAAAPVPDPEPRVEGGGEGADPKPSRCSPEPVSVELSMGGDYYY
RACCGDPDPDPKPEGPQVPYVGDKEPLSALAAEFQSGSPILQEKIKLLGEQYDALRRTRGDGNCFYRSFMFSYLEHILET
QDKSEVERIQKNIEQCKKTLIGLGYIEFTFEDFFSIFIEQLENVLQGHETSIGPEDLLERTRDQMVSDYGLLPLVKFKGG
PSSLNHSSLA*                                                                     
>Bdis_3g44390                                                                   
FVFLRLLAAIWICSHSEEYEPLIPGVRGNYDLKNWCTQNLVLSRQFTDHVQMRALASALEIPLKVEQLRGVPAQDIYTAP
GVSRVSVTLLYTAIHYDIIYPRPPDGQHSPR*                                                
>Bdis_5g09064                                                                   
MATPGSKETGLKTLSSAGSSGDGGDEVTPATPPRLSPVPAPSPSHDPTALSTSTPALQPVRQPPPSAGKDTNEGLDIEDL
GERKDDEDCEVEEGELIYDEEDWKGYFCTLNISSWGNSIPHYIFRYDSVPLNKHDYLSRWQNWNQLLDGKRTYLRPRKGR
LVLKNVFRCPNACPRTLGFQEELLELVRESSNDYIIKEKIKILSQHYVLFRRTRRDGSCFYRALLFSYLENLGQMQDSLA
EVTRLMECVEMCREKFSHLKWDKAYFLNPEEYLSSVVSEFYHLVSSVANGLLTETEIRTKEIYKSFIPEEMNVLKFCLEA
VRPLDAEAFVIQMRALTGALGIPLRVEVVDNSLAGRAVEVKHLDLFPPSESGKGPLQLTESYHSSSTATKPLERGRSDDL
LSSDGTPLLTLLSRRGQCDILYPQVNKLCYLLLVLGGLKPLSELVRESSNNQIIQDKIKENLGQMQDSLAEVTRLMECVE
MSREKFSRLKWDKAYFLNPEEYLSSVVSEFYHLVNSVANGLLTEIEIRTQEVYRSLFISEGMNVIQFCLEEVRPLDAEAL
LIQMRALTRALGVPLRVEVVDKSLVAQAVQVKHLDFFPPSESGKGPHHLTESYHSSGTAPKILERGRNDNLLSSDGTPLL
TLLRRRGRCDILYPQVNKLC*                                                           
>Bdis_5g09076                                                                   
MATPGSKVTGSKIDDKNLVSSAGSSGDGGDEATPPTPPWLPLVPAPSPSHPLEQPTSTPPLQPNEGSDNKDLGGRKDDGD
CDWEMEDVEIVDDEDREGEKVTASSDSKFFCTLFMSGGRNIPHYIFRYDSAPLNKHEYFSLRKNWNQLLDGKRTYLRPCR
DRPVLKNVFRHPDAPKKTLGCQKPLLELVHESPNEYIIAEKIKILSQHYVLFRRTRRDGSCFYRALLFSYLENLGQMQDS
LAEVTRLMECVEMSREKFSRLKWDKAYFLNPQEYLSSVVSFCLEEVRPLDAEALVIQMRALTRALGIPLRLEVVDKNLLG
RAVQVKCLDFFHLSESGKGPLQLTESYHSSSTVRKPLERGGSDGLLSSDGTPLLTLLRRRGHCDILYPQVNKHC*     
>Sbic_03g039405                                                                 
MAHRKPEARAPPPPPLWRQQRLRPSGRARRPRLNSSVLGILGGCLSKGGILRQMLGAIGRSAVFLRKQKGEVSNNMAWES
LQEITLEKAKIVNINPFSVEKVLDRIGKSSGNYTRVDPHVSYQTVNMSGIIRHYNLIEMVARQVECGSNALNFCRGYSEF
RPVHGDGECFYRSFIFSYLEQVLHRQDTHEEHRLLAAVKGVARQHAHLGWASEFSKSHKAFKKLIKKVIRWKTHSRWKHG
PTNSYGQEKLLEFFSSYDSTNEIFTFLRLVAAIWICSHSKEFKPLVPELSEGYTLINWCFDEVIHRKVFTDHVQITAIVR
ALGVPLRVEYLFQEAGPDLYTVHDSHEVPLVTLLYTNEHYDILYRDERCSQQIAQ                         
>Sbic_04g001071                                                                 
MASVSAKNQEDTEADSLREDAEEESNAADSAAAAATAPPPPAPPSKSFQEGANGSPEAGGRDPSPTTAAAAERKGEETMS
SAPTGGKPSLPPRPISVSTARGPSSASGKPLPPRPTSREEVVASGTAEKGKGKTSKDKDQKAEAEKVPRKLKGQVKSWLE
KVQNKQIWRKVLHRIRNNRNHTIMNPHVNYQKVHMAGIIRHYSLLERVAEQGFHSNVLELCRAYSEFRPVLGDGECFYRS
FIFSYLEQVLDRQDTHEEHRILAAVKGVARQHARLGWASEFSSSHKAFKKLIKKVMRWKTHSRWKHVPTINSYRTEKLLE
FFSSYDKTNDIFTFLRLVAAIWICSHSEEFEPLIPELNEGYTLTDWCSREVIQRKVFTDHIQIIALVRALGVPLRVEYLF
QEVGQDLYTGQTSEDDISICICLPCHHHVLPPAHQVPRVTVLYSDQHYDVIYPYCADGKVILTDVRSSQQSDKIECPTAA
KSPSQHQGSSYSDEKSSQRLTG*                                                         
>Sbic_04g021140                                                                 
MASGPGRARGGIRIQEPGDRHRDESNAGAAAAAAEALPTAPPSDGSQERSHGPSRAQGGSPSAAAAARKGKGVLAPSPLP
SPTRSEGTNSPASSDIVLDKGAGESSSANTLPDGDRRLGVSWKKPLVVATMEVPKVTRPMDVKSGLDNLSLEQQWALAED
MEMQQWQLAQQRKSLWSKFKGGMANVIRWFWVTYKSRNPEAKCAGFSIDGLREIDKLLERIGRQMYNSNPDSTVIVPHVN
HQTIPTTGIIEHYNLIEMAAGRGEIFHSNALNLRRAYSEFRPVHGDGECFYRSFIFSYFEQVLDRQDTHEEHRLLAAVKG



VARHHARLGWTSEFSSRYKNFIEHVSFSSYSKQKLLKFFSCYGRTDDIFAFLRLVAAIWICSHSEEFEPLIPELNEYGTL
REWCLHEVIRYKVFTDHVQMTALVTALGVPLRVEYLLQGDGQDLYTPQKDSQDDMPRSTCWPGHRHQLPHAHVVPHVTVL
YTNIHYDIIYPHRRDGAVCSQQTEQVQRPTAESSGQQIAQRDSCSGGSSSQQIAQRDSCSGEISSQNIAQKEISTGENPD
QHAGLKLTSTGAHEYDEHKSIAE*                                                        
>Sbic_07g025870                                                                 
MGDVPQAPHAAEGGGGGLEEGAVPDPNPSPSLSLGGCSDPVSLELSMGGDYYRACCGDPDPDIPEGPKLPCVGEKEPLSS
LAAEFQSGSPILQEKIKLLGEQYGALRRTRGDGNCFYRSFMFSYLEHILETQDKAEADRIMVKIEDCKKTLLSLGYIEFT
FEDFFAIFIDMLESVLQGHETPIGFVTSGEIQRRSDFFEPFISGLTNSTVVQFCKASVEPMGEESDHVHIIALSDALGVP
IRVMYLDRSSCDTGNLSVNHHDFIPSSNASEGDAAMTSTPDAEKPYITLLYRPGHYDILYPK*                 
>Sbic_08g002593                                                                 
VPLSDFVRAAAENPTVQQKFKILSEHYVCIRQMRIDGSSFYRAFLFSYLENLGKMQGSQDEVTRLMECVARSKENFCRLH
WDSAYFSNPEAFFSSVVSEFENLVNSVANGLNADELYKRSLQEITSSRILCLLRLLTEVHIRTHHADYVPAFEQTQALLF
CIASVRPFDAEANTLQMSALSNALGIPT                                                    
>Sbic_08g002596                                                                 
ECLFLRLYFKVIILVTANVFMFFQEFEHLVNSVANGLNAVELYKISLEEISSSRILSLLRLLTEVHIRTYEANYNREVVS
QNQNEKINALLFCKESVRPFDADVSLLQMKALSQALGIPLHLAAVDGVKIGGTVQVKCIDIIPRSGPLSSTRRYYLSSTI
DKQSFLPPGNLFSSDRMTLVTILITPNAT                                                   
>Sbic_08g002600                                                                 
MAEKVVLPPKKRLRFRLTSNPSAGSSAGGGGRGGDGDSAAAPAPAPRREPSSLPPRSPSLPKPLTYKHGAGSRGDGGGGG
DGAAAPTPAPRRVPSSTPPRSTSPRKPFTYNPSAGSSGGGGAAGPKLSYSDPKDSDDKKPDEFQTRNGWGSLFMSDPSMY
SSYPRNPPHYIGRQNCEPLTRQKFLSLHHNWQQLLDGKNTYLRPPKNNRVAKDNDDDNIFVTPEPLELTLQCQEPLSHLV
CGAAGKPIPQYKFKILSEYYACFRPMRRDGSQFYRAFLFSYLENLGKMQGSQAEVTRLMECVARSRVNFLRLEWNNAYFS
NPEAFFSSVVSEFEHLVNSVANGLLTEVQIRTYEAHYNREQSQNQNEKINALLFCKESVRPFGADVISLQMMALPQALGI
PLHLAAVDGTVNDGPVQVKCIDIIPRSGPLSSSRKYYLSSATDKPPVLPAGNLFLSDRMPLVILLKSSNGTAILYRK*  
>Osat_LOC_Os02g30974                                                            
MGEAANHYFRNIDNSFQQPEVGLRLKYLSHHYSEFRPVHRDEECFYRSFIFSYLEQVVDSIGTREEDRLLAAVRALATKA
ENLQWASEFSQKHKAFERLIEKIKGWKRMQEHPISIIRGKILEFFSSYDTTDDIFAFLRLVAATWMCTRIWNYEWCATNC
GENQNLEDWCSKHVIAPRVYATSAAVKACAEALRVTVQVENVHDGTCESTHYIVRGAPCVTLLRIESHYDIIYPLPPSSI
NSSNPHEEKLLPIPSSILAYDRRKIFDRKQKHLDRSNQNTRASTSKSPPHEDQKRSGRKRKRPGCSNQNPRASMSKSSLR
KDHKSSALATLVDTRRRRTRLTDTIIPPGCGRTRKYEITRMSTRLVLRRSVRSLYKLHSQPNSLAGRFSLRNFLISDEMT
IEMDEFQADDLDPYTKANAEVDFYQYVKTIEELFESLPVPEDIHRWLSMIMRDPTAYQYLICYHYCLMEEHQMMHVFTSL
YNKLLVLPTTDPAGYNFVLERLKIFSGWSPMDLHNVYFIETFYWKDPITGVPIIYGDDVLSLLRLVRNTYQHFMSKVVEG
RKLLFSEKDFGNMVNEQFSGLLDEFFEAMFIATYYADLQLEHTMV*                                  
>Osat_LOC_Os02g31830                                                            
MASTSGPAKDQEGPVHGPQESTSSAAAAAAADASIPAPPEGAGDVSPPSPPPPPPPSSVQSRAHERAREQPGDGGRGADR
SSSAAAAVDRKGKKKIGEDSSSPAPPDDREQAPRKEGRKKSDSPMKFLRSSILAIHGYAKKKPLSDPLSVTYASFLGINI
HEREMARGYCVPMYISFFNVSHGAICMFQISFTSSVSQYRKGKQPNYPNQTSKEIISKSPPHVGHKKVPIDKAFIHYFGN
IHNALQHGYVPLHLAHLDTRYSELRPVRRDGEGFYRSFMFSYLEQVADRVDTREEDRLLDAVRKLATRAEHLQWASEFSR
RCEEMHHCFTIVARHRSQHLVDISYNYKFLKAFETLIEKIKKLKCMSEQPTSAIRGELLLELFSSYDTTDDSERNTLSLR
SFSLILIHDSDMHSCCISFCFPQWCSTQVIPPRVHADHVTMSALSRALGVAVRVEDTLDGRKKDLMAAELQSITRASNPR
LSDNNKEEEEGASILLLLQFRLQVEGLAREMQIVPRVQVKGQRVRAGSTAADVVVPRRSSLELMELVVVIAAAAARFDVK
NM*                                                                             
>Osat_LOC_Os02g32180                                                            
MASTSGTAKDQPVHGRATQRRESTSTSTAAAEGGAVASQPPRPPQPRPGTTRPPLWRPPRWPWGSSSSAATAAAPGGAST
AAAAQGGGSAASRPPRPPRPPLPPRPPRPPLPPLREPGEGGGRGDGRGATGTGSSSAAAAVDRKGKKKVDEGDRDPEQAL
RKSGPLEGKLLQSSIRAYQGPPAAEKPSGAPPAATPPARNTGRLGLSDREADDALNDIDLAMARQLPVVDTTVQKEEEEK
EKEKEKEEEEDDDDDEEGELLSHVSRRKNPLRSRIDGYISMDMNGKRRAILEIPVLFPCYIGVYKFHAFPVSLEQVLDRE
DTDEEQRLLAALEIEVKPMAMQIDYPEWATAFSWGHEVFKKLIENIIGWKNPASTYRSLAATWICSHKDEYEQYVDDLGD
DYPLEFWCATNLLPPRLYTDHVPMRALAAAFRVPLQVENLHNGPAQDIYTADGVDVPRVTLLYTGAHYDILYPRPPGERS
RRRAAGWLCRFW*                                                                   
>Osat_LOC_Os02g32190                                                            
MASASDPAEVELHGQREPHASSSSTDASIPAPTSAAAAAADVPPPPSSSSSPPPPPPSSVEGRTKQPGGGGRGADAASST
SAAAAVEQKGKKKISASDDREQAEGDEEERKSDSQKKKLAGRRRRRRLNLAAYQGDAKKPSDDVNLARRPGKLPWDDPRV
WKPHVTPVSTVKKSLGISILVYISNKFLRRKGSPAGFSNLKYKQQPLVQHQKIPLASAPEHYGLRSGLRRIMSANLLILL
NEYSDFRPEQVLDMVGTDEENRLLAAVGAIDHRQWASGFSQSHKVFEKLIQNVMRWKRRQKGVASADSRRQKLLEFFSSY
SKSDGILAFLKYAAANWICSHREEYEPNIAGLGGGYTLEAWCEIYLLQPREQTDHIQMTAVAAALGVPLRVENLHNGPAQ
DIYTADGVNIPRVTLLYTGVHYDILYPRHPSGGSGSKSSTQRAGCFRPFW*                             
>Osat_LOC_Os02g32280                                                            
MASSPAPPGHHDERHESTSSSADDDEITAAAEASPEQGGGGGGGRGTGGSGSAATEGDQKGKGKVVEGSQEAAKKDKVDS
QLKKFIRRSFLAVSEGFKKKLSDRQGKQLDEASTSNSPPHVDHKKIPMEEAVYHYFGDIHNVLRLSKRERESVIIMRLVP
LHSHYSALRPVYRDGESFYRSFIFSYLEQIVDRVDMGEEDRLLAAVRELARRAEHFQWASEFPRRREAFEKLIEKIKGWK
RMLQYPTLRVRFLKRYNRGEFLLEFFSSYDTTDDSEKNTLSSCCFNVILIHGSDICILHSVLSVFAFLRLAAAIWMCSPD



HITMYAPGVIGPGEGRSLEDWCSTQVIPPRVYADEVAVRALAAALQVFIRVEAPEYGGRQDSYYIARDRPRVTLLRMDSQ
YDIVYPLSPELIHQRAKRGGASRFYCCIGGDSNLQRLSQQQEERGGGAGLSGLIMHSEL*                    
>Osat_LOC_Os02g32290                                                            
MSKSFPQVFHKKLPMGDAVYYYFKDIYDALRIAQVGVRLIFLDHDYSEFRPVVPDEECFYRSFIFSYLEQVVDRIDTLWE
DRLLAALRELDRRAERFQRASEFSRRRDAHRCYTIVA*                                          
>Osat_LOC_Os04g55840                                                            
MRRKPAASEGGWGSDADPDSGSSGNGGGGGSPPSSPSPPSPPSPQPLLPTLPSPQAFVDAYTGYEDQGAWDPDSLSLELG
LATLRELECIRYQEAQEDWRKSDDNKSDSCKQKDKDQGAWDPDSLSLELGLATLRELECIRYQEAQEDWRKSDDNKSDSC
KQKDKEQEAWDPDSLSLELGLAPLQELEWIRYQEAQEDWRRSDDNKSDSCKLRDKTTSDDRSKSGDNKYDSCKTRDKKPI
VDLADEFENNTIKKKITLLSEKYDFFRPVDRDGSCFYRAFIFSYMERIVAMQDDLERIIEVSRIGERIGKYKQAYARFGS
FGIPQEEFLKALSAFEQLINLIEKGVAVEQLYQIDETDITKNSLRFLRFLTEIEICTHEDHYKGFLLTADYSSVFEFCQV
EVRPENAEASNEQMKALVEALGIPVLVENLDTTSETDTPILNQHFIYPRPESEEGTMLGPLNSHEIVSPESSGYHAARGE
LQNQPSTSGSSTNSSTEALGLQSIGTSSTPNERDGKGDRTINDLSPAERRRLAILLYRPGHYDILCPK*           
>Osat_LOC_Os08g42540                                                            
MGGDYYHSCCGDPDPDLRAPEGPKLPYVGDKEPLSTLAAEFQSGSPILQEKIKLLGEQYDALRRTRGDGNCFYRSFMFSY
LEHILETQDKAEVERILKKIEQCKKTLADLGYIEFTFEDFFSIFIDQLESVLQGHESSIGAEELLERTRDQMVSDYVVMF
FRFVTSGEIQRRAEFFEPFISGLTNSTVVQFCKASVEPMGEESDHVHIIALSDALGVPIRVMYLDRSSCDAGNISVNHHD
FSPEANSSDGAAAAEKPYITLLYRPGHYDILYPK*                                             
>Smol_XP_002963157                                                              
EPLSVLAAEYELGNPVFKAKIEQLGKTYGAIRRTRGDGNCFFRSFMFAYLEHVLEAEDEREAARVLQNVEQCRNALVSLG
YAEFTFEDFLAIFVEQVENALPGKPTSMSIGTLVERCRDQYISNYVIMFFRFVTSSEIRRRAEFFEPFILGISSTTVDQF
CKSSVEPMGEESDHVHIIALTDALGVPVRVVYLDRSICDNGKTTDVNHHDFIPGGADAEEQRRENPHVVLLYRPGHYDIL
YRK                                                                             
>Php_XP_001765022                                                               
MFSYLEHLLVIQDEAEVARMEKAIEICKKTLIDLGQAEFTFEDYLAIFVEQLHGVIQGKETSTSLETLVERCRDQYVSNC
VVMFFRFVTSGEIRRRSEFFEPFIQGMSNMSVVQFCRSCVEPMGEESDHVHIIALSDALGVPVRVVYLDQSGDMNDKPVT
VNKHDFIPEGMNTAVDPDVILLYRPGHYDILYRRGNSGNVKHTSLEESNVEHF                           
>Php_XP_001762259                                                               
MQAFHNQIRAVDAEKLEFVGDKEPLSVLEEEYKAGSRVFLAKLQILKQKYGAIRRARGDGNCFFRSFMFSYLEHLLVTQD
VAEVARMEKAIEICKKTLIDHGFAEFTFEDFLAIFVEQLQSVIQDKEVSVSLETLVERCRDQYISNSVVMFFRFVTSGEI
GRRTEFFEPFIQGMSNMSVVQFRRSSVEPMGEESDHVHITALSDALGVPVRVVYLDQSGDVNDKPVIVNNHDFIPEGMDA
AVEPNVILLYRPGHYDILYRKENSEDALLSNLEQTG                                            
>Crei_XP_001694637                                                              
MRVIALMLLYTPRPCPFLHRLDLVVSRHLARLDEPQFQQQPPPTSPAANDGRGAGMSPLRLTPARGDPAFAPMHASPGQP
AAAAAAAGAQVPPRDDPAAYRGGQRLLRLLRTAWFKCPDAPRPSDVSSLERLFNSVEQSGEVIRFARSLTARELMAAEEF
YTPFIPGCGGDYTGLTLRQICERHVLPMGVEVEQLQIIAACTALGVTLAVLDVAGSAVGAIKHGPAAQQHGPPVAWVAHL
PGHYDVIYPARPLDVAPGGQLVAAII                                                      
>Crei_XP_001690529                                                              
MASTEPAAEPPVAGSEAPDRPSDEAILQQQNQIRAEQAKVSEYVGQEENLGALKAEYENGNQNFVQKIGKLEERYRTFRR
TRGDGNCFFRGFIYAYLEGLLQNSDLAEANRFMSVVQSWKAKLVEGGFQELVFEDAMELLLEQVKEVTKASDQFAQEKLL
VNMRDDMVSNMIVMFLRLVTSCEVQRREDFFFPFILGMYDEPPATVELFCQRHVEPMGEESDHLHIVAVTEALQIPVRVV
YLDSSGLPAGGGGGGAGALEASCHDFVPDSCPPGTAPRVHLLYRPGHYDILYAKSG                        
>Vcar_XP_002958404                                                              
MAGGWWFSVWQVYFGNQRPKLFWGGIQEIRVQHVEKLLNFHDESMLERTCVQVSSQSVPLCQADVLAAAGRVDLRGLYER
LANIVDLRGRRRLSQSTDRLVRELVTLSHAALGACTALTKLMVGDTGFRGGSDRELDSYIRREVDNLVSLLDQATQRYEA
TPLMMMAVLVEGGFAGIIAAMLQLSVPAAAVSRRMAAVVVVVSEACRKGGTDVGCGGASFTFIRMHLGGPGAEGAAEGSR
VGIADHTQKAARAGGGAATAAAAIAVRHVPLAAFARKRSIIGQFVSVLGCLTALLPSCRAVLEAGDTSVRGGAAKSYQSY
QSCQEYLRGFAESLGSGGGEVLERQRKMATRVVETQHLLLVCRGETAANSNGDNVTTRERRGSLYDGVYGVDDGMYGSEP
ASAATPVYSAAYHAGSGGFTAPAPVPPSADNLYGISAGGVSSAAPIGDGVSQAVQDGVAAFRQQRELQRLMQASAGAASY
GRSGLAHQSQPEGLTSPHNPFVTSTMSYPWQTQTSDQQHQQQKPRLVSYPYDNMTSAAGSAVSGTSADAAASVRSQRVYS
VPTTPQRPSSTSPAATAAAATAEAAASQVYNGPQPRLQAWTETSPWQQQPSPQGPGPGRQLLHQYQQTSARAGDMRPPSE
PRRYMEPVAASAATSRFGPHEMDGSAAAAATYGSTTTASTWAVATTSATAPWNVAAASAAAAVGVGGVGVGGGLRVATAW
SAVPGEVVRSQLLQPPQQMLVMTHTGTPTDVRHTPLMYHVALSPQDRVGIAAAAAATAAVTPGPKSATKTAAATHGSAAS
PASKQHLQLRSRSPGGSSSGDSRSSSVERSRSRSYSRHHGHDDRGGAGAGAGGGGGGSGSTLRSLAAESGLIPGLSSSQW
YGSGGATAAGTSLAGRTATVPVTGSGNTAHQRGTGPGAAATATKAAGTAAAATSSPRELPRHSSSSSSTSGVAAALRPPG
SPYRSPNDYPAAQAVSYRIPLTSPSPPASSQAYPSSPSSALKSLRRSGGGAAAAAAGAEVLRPAAAAATAAAAAGDSGSP
AAMGTLHGRRRMSPHSRNVESSSSSSSSGAVVYEDDDEELQLEHLVGRYVRKLEALQDVGGVPQGGGDEGAGGGRSRSRA
ATPERGGRSDSGGGGGGGGGGGRSVDQVALRGGKRLLRLLRTAWFKAPDAPEPSDVTSLERLFNSSAASSEVIRFARSLT
VYELVSDEAFYAPFIPGCGMDYSGMSLQWICSHHVLPMGVEVEQLQIIALCRALGITLGVLDVAGSQVGAIKHGPTGHLG
PPVAWVAHLPGHYDVVYPAKQLDVAPGGALVPVLLPEGF                                         
>Vcar_XP_002946565                                                              
MATGGDLDGEDQTRPTWDSGGAAAGTASGSANDGINSATTAIERPTDEEILAQQNQIRAEQAQKSEYVGFEEPMSALKEE



YINGNQNFVQKIGKLEASYGTFRRTRGDGNCFFRGFIFAYLENLLLTHDLPECSRFMSVVQAWKTRLVEGGFQELVFEDA
MDVLLDQVKEITKPYTNYMHERLLVNMRDDTVSNLVVMLLRLITSCEVQRREDFFFPFIMGMYDEPPATVELFCQRHVEP
MGEESDHLHIVAITEALQIPVRVVYLDSSGMPTGGNGSGLDATMHDFVPDSCVPGTQPRVHLLYRPGHYDILYPKGGRCV
LLPCLSDM                                                                        
>Esil_CBN78094                                                                  
MSEEKDTTAPPTAADAASSTGEAAAADSSVDLAKQNEQTVEQQNAINATIKATQPKVGAKEEVDALLPEYEGNPKPGFRK
GVQDLGKRYSALRRVRGDGNCFYRSFLFGYLERLLQGIKSVGDANTKAMLELSRLRQVVHDSKAALIALGYEEVALDDFW
QTFLQELDALPNMEMGQLEINFREEAGPCEYIVWYCRMLTSGFLKLNADRFLPFLEHTVDMQDFCQREVEPMGKECEQIQ
IMGLCEHLNTPVKIEYLDGQDFSGQLGSITLPDTGAEAMVTLLYRPGHYDVLYPMTNQ                      
>Ngad_02440                                                                     
MQQREEASSLPRAEDVHENGLSQSQAAGHNHQVEEDRDLLTIAQQEEIDSQIAASQPLVGPLEPPSMLLQAYKDNPEKGF
VEGVEDLARRYARMRRIRRDGNCFYRAFLFAYLAGLVEEGIEDGRKGEEKEGGGGKGRKRGRKKEWERFSQTVKDSKAWL
LTVGYEEVAIDIFWEVFVEELEALPHKSLSDLESTFNEPHGVASYMVWYCRLLTSGYLKKHKEEYEAFLDASYRDMDDFC
VREVEPTGKECEQVQIMALVRALGVCVRIEYLDGRALPPGGQLPCHVLPDEWDGGKEEGVPVTLLYRPGHYDLLVK    
>Aano_F0Y9J3                                                                    
MDETGAADVAEFCRREVEPVNHECEQVQIIALTEMLEIPVAIEYLDGSGTPSKLVFPEGASPVVNLLYRPGHYDILYEE 
>Ptri_XP_002183181                                                              
ELECQTQARLEEIESKIKQNPLTSIQRPILDLKLEYNESNESRFLDGVDALSKEYQSFRKVRGDGNCYYRAFLYRLVEEI
RQNEKDSEKIIDWLKTKSWESVLAAGYDEVMLEAFHDTIVELLERILAGTLDEAAFHEEMNQETATSDYCTWYLRVVTAT
HLKQDPGRFLPFIAEPGLGINDFCQREVEPMGKECEQVQVLALAEAFGVQVTIAYLDGHELLYGRLAQHTFGPDSASIEI
SLLYRPGHYDILYRCR                                                                
>Tpse_XP_002296353                                                              
LTQTQLTAIEDEIKATQPLTSQLLPIDALVAQYSSSSGGDDSTTTKNDGGFLQSANLLSQQYTHLRRIRGDGNCYYRAFL
YSLSEDNSKDDGEFERIKQLVSDSLLWVCKFGYDEITVDMFYEELVDLLEFIESHASSQLHSKLNEENATSDYCTWFMRV
MTAAQMKSNPDRYLPFLFADDNAMSGSLGVGGMIDIPTFCTREVEPMNKECGMVQVAALAECFGVRVAIEYMDGRRVATH
VFGESEEEGSDEASTLTLLYRPGHYDILYQS                                                 
>Pinf_XP_002909623                                                              
MDTEPEPTEPDWPVGPLLSDRMSVLCLKAEYVGNANVNFMHGIESLNARYEALRRVRGDGNCFFRGFIFALCERLLSSGG
AGGEDTNAALRSRIQEKIQTSKSELVAIGYSDVAIDAFWETFVDYLAAMETRSHAELVQDFQTEGGESEYLVWYMRLLTA
GYMKKNAETFQPFIDGLYPGQTVAQFCAAEVEPMGKESSI                                        
>Tgon_XP_002365224                                                              
MADSNGGVEPVADPNTSAGPMAEAPRTPQENEGNSLPEWQQEIESQPLVGKVESLDCLCRDFEGNPALCAKARTFVKEQQ
QRRDACCSPSPTEDRAQGAEENEREAGHSHEDALHGAEGTWTMRRVRKDGCCFYRAYMYGVFLCFLRQREKIKSFIKRIN
DELLPKVQEVNAGAETVADFAEETVENLEKLESPEANTQTLDDIFNDTCSSNYIVVFARLLASTHIKLNSELYLPFLTAY
ATVEDYCSHEVDPMWVEAEQPQIMALTAMTQMPVEIVYFDQSPGEVPVRHIFPHSDDAQIHLIYRPGHYDFFFYSPRQAG
AHQST                                                                           
>Ptet_A0DP51_A0DP51                                                             
MSSEIWRLFDQVQPVLLFLMMCIVVWIWVWCTQLNDSIKRIEKLKNESLLQNGKLTNHNSSEKNNNRKNQKKKNDHKTPQ
NPQSNLNHENQDKQDSQESIEKDQVENSKKQKQIESLKQKESLIEQQSYEINNLKIEYQSIKKENERIQEENKGIKEENI
TMKEAIQKLEQLQNQIQSEMKEQKKKLNEMPLLFEKETNKKNDNFQEEMKQLKNQLQGEIRQLQGEIKQLIDQVQNQQAI
INDQSQEVRHDITKVNQNLEILNKRLERVEEQILDQKNQIQKIGNPQEKIEQLTNEIQKMKEDLKKLIPPSPSPPLPPSP
PPLPQDDTIISKLYNLTCRARSVQPQYRNFVSDFQNQSCLIQEYSFKMEFKNKLKQQLNGMRRARGDGNCFYTSFVFQYL
DFMINNSKNAQYEQLIQQISMLPFEIYYGNEMYNQNDFDNMKYKFIGVCQHLRSQIEEERQNQFFQYFKDEENEFYGLSI
VFLRNLAFKFCSEDSEISVNFQALGLNLKEQLLEWEFDCQSNENVITILSQKLNIHTIVFQIENQSFQILEYNFSSNPIT
KIYLLFQPGHYNIGIPKVEQQLE                                                         
>Ptet_A0C383_A0C383                                                             
MSEDLPEKETEQPSYLLWYILILVLFLLLLFCYGKKCGQSKIQPKENEGIQLKLLEDQKIYEEQKLSIQENQSTVQMDQN
RLIMSNIVKQFQKLQKQVEYQHKSCGNLLIYQTSQQIVQQSVNKIKQIYDYSSKLRAVDENQKYYIRRFQDKSELRKNYG
LTLKTSAELYKNCNSFREVRGDGNCFYTAFGFQFLSILLFEYSQDQFNDFFNKIRQIELPMKIFVPNTNLKIDDKEIEKQ
LLDEFQRRMTKLKLIEDINQREEQFSNEFAAYEQQSEEIDGCLYGLSTIFFRNYSNYVVDFSDAKDAVYDREKLLNWEEE
CNSNEVVIAELAKQLNTFVQLIFIENSNNIVIREYGINKIHKIILLIKPGHYNIGYYLQDTIIDQYIQFLNQLKGINWKD
YEYGNNQQNTLQEAEEKIEKLYSEIAILKQNNTLKQKDAFKIIGFQLLPLT                             
>Ptet_A0BR67_A0BR67                                                             
MPEWFWIFLGSIILIILLYVLYKLWNKQNEQENHSQEFNQISDKNGLGNSYLEDIEIGYMSNQRSKDQNQGFGKEENQFN
SLSQISNRNSNIQKYPLNSQIQAARFKADEERNQKVQKIIKFIYAQSQGKRKVEEKYQYFLGEYYQQQELWQEYNIKKLD
QKQKMKQLCTAYRAVRGDGNCFYTAFGFQFLEILLLKYTKDQFYQFLNANQVNFQIRLNDKDLIDEGDQQKLRDEFFFRL
ERLKLIEDIELRKQTLQQEFKAYEKENEKIDGCFYGLSTIFFRNLAQKVVDLDEIASNTFGTQNLLLWETECNENEIVIA
AFAKYLKMQFQQENVLDTFN                                                            
>Ptet_A0BCD9_A0BCD9                                                             
MNNFLEDTNQSSSIYLQTVNSLKNSIKYQNFISKTKLTVNEIKNIIKWYDLKRNQRIIRQVTQPDQNNEFQKQIIQQGIA
ITQMQQQINKQSIEMENLKKTLFQRGNEKPNGIHQKSKSSNDDFLDKQINFLNKQQNINFQHFDKDLENQIQTLIQQEFE
KIYKLLSKQLKSDINDIVYQSIQEQIFVSNNNSPKPDTLRKYSQTKQQSEDSQQNINIIVECLNEQIDEYANNNYNFDQI



KAKLKCLKLKQINLLYEDLNNQYKQNSLKDYFIGPLEKLKQFSFNFNQSKLLEYVNGQRRAREDSNNFYAVFGYQYLDII
LTHADDQNFETFMENIKGIPFDLFNNQSAFTKEEQQELKEIFCYRCIELRQIEISQRSNELWHQISDNNNSFYGLTMIFI
RNLIQQIVQQSEFKDHINAQDSEQIISKILEWNTPCPEAEFIMEVLSHELELCIILFYLKEEQQELSLRIFGDEQNYQLY
MLQHSNEFYSIGIKEQT                                                               
>Ptet_A0BCF3_A0BCF3                                                             
MEIFRAAFYKSGLYHLKPKKSAAVVFILFGFGFVYGFKKKYDHIQRQSQIKKSNIDENVPEPEIQPQPQPQPQPKPPSRI
QLVDIKKSELLEQIYNETLRARDVPEEFKPFIGDQKGQDYLLEEYGLNNQQVKQQLQTLLNGMRRARGDGNCFYTSFGFQ
YLRHMFTKASDQQFEEFIKMIQSLPFSVIHSEQLYEQNEEMCQKFLNYCEYLRTVELEQREQEFLRLFSNPEEQFYGLCI
IFLRNLIYKFCFEDEETKNIFEAFDLDLQKQILTWEYDCENNQSVINILTRKLHIDIILYFIDEDSRKLQVQEYKIGNAQ
TLLEIHIIFRPGHYNVAIPNQ                                                           
>Ptet_A0BX13_A0BX13                                                             
MNSQQQQHENKRCQDYQKQKQKQKQEQQSQGQNSQQNEFQNIQKPQGSPTQQYPQQQNQTQQQQKHVKTEEQQLQNNEQQ
DQATQKTQEQQQQPQQKQQYQNVQEKKGQSTKNYYLVKENGKVECQYQQQNQKQGQQNKNTQQQPYQKQEQQNISTEQQQ
QQQHQQQQNQNYDQNLSQHEQNLFKVQSTSQLPQNKLTNQKQQQQQQQQQQQQEQQQKQQTKSTEQQQQQHEQQQQQQGQ
VEQQQQKIQEQQGQSTQQQQQKEQQQQQQQQEQQLYEEKKGKVEQLQETKQKQQDLSTQQQPQLKLHSESNEQDQEEQIY
WNKSQEDLQKQNKIQDLLERNQHRQQITYQILLEIYKNSSNLRAVQEQYQRYIQDSHDKNDLIKEYSIKKLADKKQLYTI
CQGYIQVRGDGNCFYTAFGYQFLNHLLITYQDEQFNQFIQNIKHINLRCKMQVRGLKIDDLELEKQFLDEFIYQIQQLRI
IKDIEERKQKLLSSFSQYELQPDGDAFLYTLSTIFFRNLSYYLVEQDDEAKMLIGDEQNNLLIWETECNSNEIVIKLLAI
YLKLNITLIFFQNEEFKVQQYEEINENKIMLLIRPGHYNIGIRANA                                  
>Ptet_A0D2Y9_A0D2Y9                                                             
MSQNKDDKHHYMKETKSHSYRVEAIQRDLKNKSNSTINYSKNTQKAISQKKINIKEISLQQKGYYNKQSQKSQPQKQERQ
NHHKQQQQRDQQNHLKVTPKNYFSKDTKINQNNQQEKYKSQNQRVQNLNKNRYNLSNKTQIKQIDQGKQWLQKSLPLKLE
YKNLKYQKNKSQICGKNSQAKKTTNFLLIKKKKQTQEQSLMTPVKQKQHIQRDSYAKQQTNKQPNNINNQNEKSTQKKQK
QVYIQKYIQENRPIHQNKEEQNEMLIIEQSNQQSSNAKLQNKQLKAEQGNQQLNKIGLLNKSPLNAQKNKSPINAQSNKS
PLNAQSNKSPLNSQSNKSPLNAQSNKQPMNSQSNKSPLDAQKNKSPLNAQSKKSPLNSQSPFNAQSNKQPINAYTNTQPK
NKDEADQQKIKVEQRNLQPITNEQSTQQPIQAEQQDDQFLDIEQINKQALNTEKQNMQSLNVELNKSLQAIKIVFDQKRL
EKSVEICKLLIQMSSGQRTVEQNYSYYLQQYEDIQGLFSHYSIKHLEVKTNLKKYCQKILYVRGDGNCFYTAFGYQFLRL
VLISYNDTQFNEFLNFAIQIKFKIYYKDFKIADDKIEQLLNEEFLYKLQEIRNIENQQDRIDLLYKIYREFDISDDGNGC
FYFLSTLFFRNLSNQLQEHSEMKAYVEDRENLLKWETECNNNEIVVATLAQQLKINIKLLFFNEGQFVFREYEQHEKDEM
ILLIQPGHYNIGLKN                                                                 
>Ptet_A0BR90_A0BR90                                                             
MINELYNQTWRKRDVREEYKLFVRDVQLKTELKKNYNLSFQMAADLAKICNCFREVRGDGNCFYTAFGFQYLSMILMKDQ
PNQFEEFTKKYANIKMKIFSNNFNTEDEKIQANLRTEFFKILSQLRMIKDRQKRKEAFIKQFQCYEDQKDIDCCLYGLST
IFFRNLADQVVDENNLAELLYDRENLLIWETECNNNEVVISALAKSLKIKILLVFFQNNGFELKKYEEQYVDQVILLIKP
GHYNIGLYQEN                                                                     
>Ptet_A0BMT8_A0BMT8                                                             
MSQQSSNQYAYDQELYEQHIKQLDKIKNEIEAQDPFIITQPIELQILESEYLENQGFHQKIQKIRESYPFFRRVRRDGSC
FYRAVLFRIFEQIIQSKDQQLLNKFSTTIANSKTDLTAVGYEQIVIDDFYDEIMKQIKLCPNNITVQGIVDAFCNKVTSD
YLIMYMRMLTSGYIKANSFLFEGYIETGTVELFCQQEVDPIDREADQMQIIALQNYLQIPIRIFYLDGNVATVDATIFQI
PEDANPNSIFINLLYRPGHYDILYPK                                                      
>Ptet_A0CEC0_A0CEC0                                                             
MGICSNNKPTGDIKLNIFLKSLLYHNNINEQFTAPIGTIKDEPQLQAEYFNIQIWNQFEALRKVREDQNQLYNMLAFFAF
KQVIERNDQVLLQKMQAVSQSLQWQVQVKGKQNISNNMNLKNEFLNLLQKVVKDNYLFELYYSDIKNNRNFYVLCIIFFR
NWAFDIASKYKAIPSNSNEIQKMLDWTVPFNLTDQILFGEIVLNMNLKINIFDTQTKSLQQFGTAQNENYIIKNKDQIFI
GLPKQYFSRVKPSAIIYQLYKYTNQARNVAAEMQRFVSEDLNQQELIYEYQMTQEMFQQIKLRGFKRVRGDGNCFYTAFI
YQYLSIVITKFGDQDFKQFVEILQKIDFNLTHETIQNFPVEIRKDLKQIFLSFIYEIIGSNNQIQAFENEFQNTRSIFYA
LSIIYAKNLIHYFVEQNYEYKVLLGEEAEEQIQQWELETDNIQVLLVILANCLNLILHFYFIDADNKTIDLQLYQQSQNE
LTIPKQNVYLLFCPGHYCIGLPIEKK                                                      
>Ptet_A0BX09_A0BX09                                                             
MTKNCQQEFLYQLQQLRLIEEEDDRKLQLQSQFAEHEIQENGQGCFNNLSTIFLRNLCDAVLECSEMKEYCLDRENLLIW
EAECNNNEIIIQALASQLKMSCQTDIFFEQQLYHLGV                                           
>Ptet_A0C366_A0C366                                                             
MEAFSVILIVLIAIVILGFIIYLIKINITKKQSNQKYQISEKGEKGYINPKDQQTQNKNNQNKEKNNQLDYKHNSELKKN
ANPNNLQNNRQQNNLQQADELKLQSQNITHESPTLEKFDSQLPISQNNQQQNYPEMPLGNQNDYQQQINQNSQLYNSKND
QEQNIENDLLYKNKDNQLQNNLNGYLINEDSQEQNQVNNQIFRENQQPNNKDANRSKNTQDKDEVVIKIWGESQENTVIN
QEYHPKKQIQQVISQIINDNQQDNTLSSFKSKPEPIPKPEPEPILQPKPIPKSKYIPKSKYIPKSKYIPKSEYIPKPEPI
PQPEPIPVPDPLKRIIAETSKKRKVAVEYKYYIRKFQNKSELKKHYGLTLKASAELYKYCNAFREVRGDGNCFYTAFGFQ
FLSILLFKYSLDQFNDFFNKIRQIELPMKIFVPGTNLKIDDKELEKQLLNEFQRRITKLKLIKDINQREEQFRTEFAAYE
QQSDEIDGCLYGLSTLFFRNYSNYAVDFSDAKDAVYDRVNLLNWEVECNSNEVVIAELAKQLNIFVQLIYIKNKENVVIR
NYGINEHHKIILLEQPGHYNIGYFQSENNLNQ                                                
>Ptet_A0CXT1_A0CXT1                                                             
MKDTTSNQNPIRLRQKKSILEVVFGFPFKIIKFFLQKHIDVLIFILNILYRLYRLKSNKKKITNSEIKKGTLVEEDIQKQ



KPQKYQQLLNKKFQDKQQSQYSKSKQQEQQQTNESDQNQDHQNKNHIQENNDESKILQIDLKQQFIPQVNQVKEENYQAE
RQVETSQQNSINQQKQEIQEQQQEEIVKVNVEVQEQQQEEIVKVQEQQQEEIVKVNVEVQLEDSSSNKLDQQQQQEEPAQ
MEQQEIIGDQNVENVVNVPEFIERYQYLKEDDVDLLNQIANKSYKGRQVGNQFKYFIGEVENIQGTIKQYFGRNQNKFSK
QIKQLKKEIIGHINIRGDGNCFYTSFLYQYLSILLRDEQRKNQFINEVEQLSAKIKYQNIEIKENKKIVQEFIWQFQQLK
TKEELLKQMRDPDYLFYLLTILVFRRYFAHIFHNSQEFKELGDLNITKDLLTWEQECNNNETLIRTIVEHFKLHIILYYI
DLQNSSYERKEYLPKNNEGVKVEKIFLLLCPGHYQIALPA                                        
>Ptet_A0D2Z2_A0D2Z2                                                             
MQHHSDEVTKSKERNNFELENRDRKEIFRRLKQFFDKIIGFEIKYNFIQQRLNEIEEKFNKQLTKNESKLDIQSNDQIEE
SQQQNPIQKQQQQYNSLITEIEQRVNNQLKVIQESNLKELKQKEEQNNIWKDKIEIDIQNLLKSIKEEQNRELKESILQI
KLKDEQNNSWKEKVEMDIQNLLKQIKENYQQKQCPSNDNNVTNQSNITQRQSSSNEQNGEIIKNTIEDIYSQTTRRRHVP
GQYQPFIHQMQSQSDLAKYYNLKLEYKKTICQYMKGFRQVRGDGNCFYSSFGFGYLSLLIVHYDQNQYDEFLNSVIKKMR
FRIYYQSTKIDDEKIETQFREEFIKRLNCIRNLENTEMRQDELFKQFSAYEKQEDQQADGYFYALSTIFFRNLSLHFIQQ
SEYKDNFTDKDTLLPWESECNSNEIVILILAQQLQINIVVFYFDKEQFKMMEYNKEAKRKIILLLKPGHYNLGVPNIENE
DNI                                                                             
>Ptet_A0CMP4_A0CMP4                                                             
MDIEALQKYKRLFEQGMSYQPIESKKNNLSNQYSSINSFQSQASQNQSKDEQNKIFLYVSLYERLKPTMSDQDNLQNQNE
LDKKQNNSDKKPQTQVKSQYQRKIKLNNDRRLRVCNVLKDLYSNTSGLRNVEDQYKYYVREIENQSALYKNYSLNFQNKA
IVRKICNAFLQVRGDGNCFYTAFGFQFLYHLLFSYSDEEFDEFIKKILNQQISFGIKYVRKQIDDKQIEKDCLEEFIYLI
EDLRQEGKEIRFEKFRQTFANWQINENGDGFLYCLQTIFFRNLSYQYLEKSEFKDIVLDKENLLIWEEECNTNEVIIKLL
AQELKIHTKLLFLDNEVTIREYEEENKNTIILLIKPGHYNIGWNIREQ                                
>Ptet_A0D2Y7_A0D2Y7                                                             
MYKMRVRVLQSIKRLFIPKKYCQQNFKVPPFTAGITVLSTTLILHLKQKSEKNEIQNNQQNNNPPESYPPEIPNSENNPS
QKIDSQNKDSQAKEAQKNNHNNSTTLPDNHFFAYIQYYFVQLHSLYPQNTLSMPYSTKKTPLWIKDFLIDKILFYPTYIA
KEDQEYRTQQPEQPPKPPPQSSQSAQSAQSPQSAQPTQPSQPAQSPQLAQPVEPAQSPQLAQPLQPAQSPQSAQPSQPVQ
PAQSPQPAQPAQPAQPAQPAQSPQPAQPAQPAQPPKPADPSQQPQPKEIELIKYLLDNSSKKRNVDENLKYYLIGTLVKG
EFQNYYSLKKLEVKNKLLRYCKKMIHVRGDGNCFYTSFGYQLLRLVIYQYSDQEFRVFLNQNFTIPFKMQLKNEIIGSEE
QGSILLQNYKERILYLRNLEQNYPQHVDYSQQLMIHFRAHEQQNDQDGYLQPLTVLFLRNLCMYLVENCEEGQNVFDKEQ
LLKWEEECNSNEQVVAILAKHFQIHVQLLYFEKEDFKLFEYSTEYQNQNRTIILLIQPGHYNIGLKN             
>Ptet_A0BX08_A0BX08                                                             
MHQPQKQPKSPFKQTENIGNEYQSKIQREDIYNFKFDNQSKQKAQEQCLKKEVGKSKLQDKLPISKSAIGNQQQQNTEFQ
HIPKQPINQPKKDIQKQNKTKKSNTKKQQSQQYLPKLNKEKKKPFDYNLIQKSGNVEKQKKSEDNINKFNEQNQDVKIGN
QEININNNEETNTNNIEEIQTNNSEIPQQINQDEYKDENQQLNIKFQSNEARLQKTIKMIKNLQNISSNKRHMEERETED
FNSLCKQYQIQKLMQKQNLKQHCNSIQFVRGDGNCFYTAFGYQLLKHLLCTFSNSQSI                      
>Ptet_A0DP35_A0DP35                                                             
MNHCLKEANESQSTYQQTVNSLKKSLKHSNFISKTKLTVNEIKNIIKQYDLKRSQRMIRQATQQDQNTDFQKQITQQGQV
INQLQQQLRKQSLEIENLQKAFFLWENKKQNGVHKKSKSSTEDVLDEQINAINKKYINLQSYDQNLENQIKEIISQEFEK
LYKLISQQLKSEINDIIYQSIQEQIFVSNNNSPKPETFRKYSQTKQQSEDSQSNINVIIECLNEQFGECENNNYNFDQIK
TKLKCLKLKQINLLYEDLNNEFTQNSLKDYFIGPAEPLKQQQYSLKQTKLLEYINGEHRAREDSNNFYAVFGFQYLDIIL
TNADDKNFETFMENIKGIPFDLLNNQQEFTKEEQQELKEIFCYRCIELRQIEISQRSNELWCQISNIHNCFYGLTMIFIR
NFIQQIVRQSELSQHLNEKDSVQFLTRILEWSSPCPEVEFIIEIISHELELCIILFYLKEEKQEFSLRIFGDEQNYQLNV
IQRNNDFYSIGIKN                                                                  
>Ptet_A0CE99_A0CE99                                                             
MDFLIFIVVFYGYIQEIAVVILPITTVLTIITFGMQLYTYCKNKSREKLNEHIDVQGDAVLNLFPEEYKPLLNNQEDVRK
IDQNGQKGSQQDELANRQQMVIHINPQQEQNKQIEKQNGDKLIEIIQNDKELDEKLQHFRKDFDEKLKTQKNEVEEKIQN
QNLDIDEKISKQMIDAKAQIQNIDEKLKNIDKLRDCKSMYDQIENIKISIKKYETKYEENFEAFKNNFMALYQNNQENQK
KVRDTLIQLYEQTNKKRQVENQYKYYVRQVQDKSDLKRNYSLTVQSAGDIAQYCNAFREVRGDGNCFYTAFGYQFLHILL
FHYSFEQFLKFIEMIKKIELPMKILTEQQDANIDDKEIEKLMLQEFLFRLIKLKSITDIPTRSETFLKQFAAYEYESDEV
DSCLYGLSTIFFRNYSNYVIENSEIKDAIDDKINLLRWEMECNNNELVISELAKSLDIFVQLLFFENKVFQNREYGNRDK
QKIILLIKPGHYNIGLLLEETQSDKLIKKSNALKNESYAIINQSKEYLENYQQYIQESSSLQVIVTNLLDQLQKGQLSEI
EVRKLKEGLSENQY                                                                  
>Ptet_A0BX07_A0BX07                                                             
MNNQDQNKKHFVYNFNQQEMIKQVQQKIQSLEEDQRRHEKNIKDDIYALQNFISMNLSMEFDIFENDRNMQLKIQSKELD
NKKIIQDEIKKQLVFDLEVHFTRFMEHQQKCNYNQQQYNNEIQVNKYEQEINLLKENVGYFKMKMEEMEKAIYQTNHLHQ
KYKNLENEISKIQPLQPTLEQNIQKFQEIDLIKKYQSEISERFQKLERKNDEKYLQINKLVSDQKCNIDELQSQLSLSYN
QLNTQSTKNLQNDLIEEFKLLESKNQDKLMQLGRLLNEQVQKQQNDHNILTQVINQAFQKQDEINNKLQQLEKDINSIIS
NKINTPMTQQPNDITQSPIFGQINQNGIPQGFKPPMTLQGQGKEQTKVFPEQKLSSIQQFVNLQKNNITFNSPIQQQQPQ
VLIPFQQIQIPGQQTIQGEYSSQQKQSMIQIKNYANQPNNIKFQSQIKQSLAQIIDVNFPTQITLIQKDLNRCQKIQRII
NQIYDQTTRRRSASGEYQYFIREEEDYFQLQKHYGIRTIQQKQQLKEICNAFRQARGDGNCFYTAFGFQVIQIFIREYSS
YEFNQLIDKLNGQFKCQIKLQNEKFDGDEFHNSAYYEFLYRLQELEKYRIQRIELNYLLNIFKLTMQIKTKKLMVAYMGY
QQYSLEIQLIMQYKIANNKI                                                            
>Ptet_A0C380_A0C380                                                             
MINHRISHMNHQNQKSLTLNPFHKIINNRIIQKCHQNSQLYNSKNDQEQNIENDLLYKNKDNQLQNNLNGYLINEDSQEQ



NQDNNQIFTENQQPNNKDANRSINTQDKDEIVIKIRREIQENTMINQEYHPQKIDSINNTLSSFKSKPEPIPKPEPEPIL
QPEHILQPEPIPKSEPIPKPEPILPPEPILPPEPILPPEPNPQPEPNPQPETIPVPDPLEFIQRIIAETSKKRKVADEFQ
YYIRRFQDKLELKKHYGLTLKTSAELYKNCNAFREVRGDGNCFYTSFGFQFLSILLFEYSLDQFNDFFNKIRQIELPMKI
FVPGTELKIDDKEIEKYLLDEFQRRLTKLKLIEDTNQREEQFRTEFAAYEKQSKEIDGLLYGLSTIFFRNYSNYVVDFSD
AKDAVYDRENLLNWEVECNSNEVVIAELAKQLNTFVQLIFIENSNNIVIREYGINKNHKIILLIKPGHYNIGYFQQINET
ENRQDNSQENQVQIEIPQNINQPQHSNDINILQPVNRINELDTLKHIIAETSQNRQIQDEFKYYIRRFQDKLELRKHYGL
TLKTSAELYKNCNAFREVRGDGNCFYTSFGFQFLSILLFEYSQDQFNDFFNKIRQIELPMKIFVPGTDLKIDDKELEKYL
LNEFQRRMTKLKLIEDINQREEQFRTEFAAYEKQSEEIDGLLYGLSTIFFRNYSNYVVDFSDAKDAVYDRENLLNWEVEC
NSNEVVIAELAKQLNTFVQLIFIENSNNIVIREYGINKNHKIILLIKPGHYNIGYFQSENNLNFNDQQPQNQNEQLLLNN
QQQLKEKQEYQQEEENQY                                                              
>Ptet_A0BQT7_A0BQT7                                                             
MYQKSGKIEHMYNNQTSQQRQPELKTGINDYRAQNPYQESQIRITNREIFMQGGTNSIIKDHQKSKIFDTQNSSQPIKNF
NIVSRFPSQIPNSPQCDRQNPKPNEYTNKSYTTNVNGKPQMPYNNQQNNSHYYKQGNIVKTEQLPDMNETVPINHKLFSD
DAALQMESKFQTCSSLEQNKKSDQQQMGNQINFYDQLVEQQGQIQEVLIEPTFQDQEKQNQEQVIPEYAAQSIIISQLSL
MELKNRDISSMKNFERTIGIRKSENQKESPIKQHIQIEQIQSDPIMIQQSNTLNQSKVAADQLKGQKEENCQNNLCETIN
LVKFNEDEETNMENPEKISNFVTTKIQQRGEKCINYNQLELQSFKQISQPSQRCSALEFEVLERMNQVRQNRLEGMKVDY
FGAVERLEKSDCLSDLAAEKSIIQLIVTQFPYLRRVRGDGNCLFSSLLFPYLELIYINNLFDTVLNQFVAHEIYWNKATM
IDRPMVFTLIKKIFQELKKLSKKYNNDLLMFSEVILHYINRVNGFYDMLIIFMRSTIIQSYKLYSKQGEYQNFLDESTSE
EFLERNSSFEEEGDFLSIQFFCEITQLKVKLINFSDKHPIQSMQTLEPKLNKVRNDQANFISLKYNEGHYDILYSRMLKQ
MQIKQEERPLPEIQFTALY                                                             
>Ptet_A0CEC1_A0CEC1                                                             
MFQIPKDYLVNCLYKKNQDPNKNLENNEDDEIFKKKIEERVFTYKKNKNDKDLEVLQQIYNEAYKSKPMDDCHKRFIKSI
RSNTQLFNYYSIKQLQEKHKLLKLCSKYREVRGDGNCFYTALGYRFLQILLCEYNLEEFNYFLDKIEQIDLPFKVYCKTI
KIPEEIQKNLRNEFLFRLCEIRQIEDKNERLNKLMEQYSAYESKGDIDGNFFALTTIFFRNVSYYVAAKSEFAESIFDID
NLLIWGEECNNNEIVIKELSEFLRVQ                                                      
>Ptet_A0BZM7_A0BZM7                                                             
MINEILSMIVLVIIAFFIAIIIKYAIDSYMMEQESSKDQTYKIFNTNELQKRQNLKEIQQEQELIQENTIQNEEDCNDNQ
QKTIFSLNKISTPISNLNQSNQEQPNFDKNSKQEKQIVNKKSEKFLIEDIQIQTTQFRKPFENQIQNENYQLFIQSQEES
KLVLNPIMPKLAKNQQDDVRNWILSLYNIHDNYNPDDVFISQILNQNQIEKELGVNNQRFSMKLRENLIGYRKVKQDPNS
LFAALSFSFLENALKSPNLNQLENEMSWIKTMNLVIKSRSFLIDEKMFQNHQVYFLQKLLEIYQTEYPITQLELLMNDRQ
SQFYGLSIIYFRNLISLLLNNQAPSEHQEAEEILYWESDLSDANKIFELLADRLRIQIHEYSINKLKGQVEIKIYGQDDD
RQIHLLCSDEHYDIGIGMND                                                            
>Ptet_A0E810_A0E810                                                             
MDSIETLIQYLKKQIQEVRKNFDNIIDIIQDASKKISEFKIQFKPTEKINEFWNNLAKIDEWIKQGNEVTKQMNDYNILK
EWQQQIQKSNFSDGNDKQMKEFIKNLEFLSGGQILEINYVNPPESNAAFKKEYGTQKIDLENKFRNIIGYQRVRGDGNCF
YTSFLYQYLNLLLSNSKNSKIEINKFINKVDELELTLFFNDQSLIKIQIENEIKKYFKYILKQLVQNPSDLLEYFSKNNK
QFYVCSIIIFRNIVRQIYNQKKGYIENFLYTDIEEEIITWQKECNSNQAVIQLLSQELDLQVNLYFFRRDGVELEIYNQN
QNLSQINLLFRPGHYQIALCQNSQLERNQKQFEKQY                                            
>Ptet_A0E9B0_A0E9B0                                                             
MSQQQSNQYAYHQELYEQHIQQLDQIKNEIEAQDPFIITQPIELQILESEYLQNQGFLQKIQKIRQSYPQFRRVRRDGSC
FYRAVLFRIFEYIIESKDQQILDKFSTIIANSKADLTAVGYEQIVIDDFYDEIMKQIKLCPNNITIQGIVDAFCNKVTSD
YLIMYMRMMTSGYIKANSFLFEGYIETGTVELFCQQEVDPIDREADQMQIIALQNYLQIPIRIFYLDGNVSTFDATIFQI
PEDADSKSIFINLLYRPGHYDILYPK                                                      
>Ptet_A0CL95_A0CL95                                                             
MNDWLIIVIGLAIAVLLIYLKQQYITKPKNERSYVRHPYNTKDQKTSQQLSTSQPIPQKIENNKVQDQKQTLDRQSPQKV
SQLSVEQNNKVKSRVLSLDLKQNQSTIGQKDSSGFKVKFKDDYQESRIQHRVHRAEWINIENQPSQYSSDEFLMSNFRPS
YSQERQRPDQAAAPIRNQNQSQITNNGVIVQQKIFNLYNISCRIRNSDAKFLGSAILSKNYNDLFIDKDTKSQLNLFLKG
YRQVRGDGNCYFTSIAFQYFEILLQKFSQQEFEEFMAQIRNMPFQIQYGDYFIEDFYQSMCAERLVQLLQGLRNRPQDLE
YMMADPNQEFYGLAIIFFRNLAQFLYIQYNSQIINEYKPDLSNELLTWEFQCNDSEMINSSLAKIINVYLIDQRKSEVTQ
LNYGQSKKYQIHLIYIPGHYDIGIPV                                                      
>Tthe_XP_001030908                                                              
MDSTRFNKPKVFERISDNDFLVHFSKDMDFAQVLEDMMHLAEKYNISYKDALIQFVKQLNIKLKSIHVISKIDVFGAKYS
KDEKYHKALSKIVEKYPFYMMVRGDSNSFYRSFMLSLVISLILNKKTPVLIQLMKDIEKVTEINFKHKKVKANKRNVEFI
KCFLLSFLYQCVEFSLGSVQFNLKEFVKKYNSTPIVDFGMVIFCRHLISTRLEDFSSDSKYQHLVDKSNENKIHKYLSEY
TLEALEFIYPVAAQAFQVDLVIQNLYLNDKKYVTNELEFKPLPGFDSLEKIILCCQKNHFESLIPKDLYFTHLSEYDEIE
LFENIDQAKKEKDGQLKDDDDDDLLDDLDEETYEQELEQNNEDYEAQQDESVTPEEQNKRHHHNEEKREQLDSNLDDELQ
QEQERELQEQQQRQEEERRQKELEQQQRQEQERFQREAEEARLKKEAEEARLKKEAEEARLKKEAEEVRLKEEARLKKEA
EEARIKKEVEEARIKKEAEEARLKKEAEEARIKKEAEEARLKKEAEEARIKKEAEEARLKEEARLKKEAEEARIKKEAEE
ARIKKEAEEARLKKEAEEARIKKEAQEVRLKDEARLKKEAEETRIKKEAEEARLKEEARLKKEAEEARLKEEARLKKEAE
EARMKKEADELRLKKQAEDKQREEERIKLEKQKREAEDREREESLKRQKEQEERKKQDGLSISQDQQDNIGDNSQSLRHR
NEQRQEVNSSINPEGNENQNKSQGQSQQNHGQKKTSERIQQIQQQHSSDKQNKNKKNPQTYWIYIAIGAAVLFGSIVVDK
VKKTELQINPLSLIKSKL                                                              



>Tthe_XP_001023136                                                              
MDSQQNQQSQQHNSGDNSSANQHHEDIVIDQELYKQQLEFIKKEAEGDSPLIGDLQSLDVLEKEFENNMAFLQKIFILKD
TYPQVRRVRRDGSCFYRSYLFQIFEHIVSFKDTDLQNKIIEIIKQSKEDLKKVGYEEMVLDDFYDPMIEKLELLTKPEFS
HNELMSIFIEKYISDSLVMYLRFMTSGYLKMNAALFENYIDNGMTIEKFCACEVDPIDKEADQIPIMALISYLNVPIKII
YLDSNINKVNPDIIILPEGTDESKVFVTLLYRPGHYDIVYRK                                      
>Tthe_XP_001033204                                                              
MSDIGQTHQLQTNTDLTDQTIQDKAEEASQNQILKPEETQAISSDNQNKINNNITIKLSKVELNSKIALEIFNEQISPIL
DFIEHTNKDLDQHKLEINMKHFDFKHSSLQSFGKLSQYADSNINNQQLKDAYHKSDENFPYHIQIRGDGNCFYRSFMINI
MFMVIIQQNIEDALKIFQKVFKLKQVQYKLEKFNENQIDLTPEFKLHFLHFWMSKFIDCHRVLRLQQKYDLKKLFEEYNQ
HPFVDVSTVVIYPSYQYFITEESKANSPKYLLQYGQEAEDVIISIAAKAFQVDLKVKNIYRNHEGIFTDQFEYKFDENKV
SNVVSVLFTKGHYNCLFEKQLLEQSIEKFNWPIEEVVQVEQQIQQYQQQDDNLELEQFQQYQNEVQEDKDKKLLKTDQQL
DKIFGINRNPKINPVGQQKKEDMSDSDSDEGRVVEEPLPPHIIRFNDMAQHLLKKVIRQNPQGLEKDIALNLVKFVKSQP
EFKIGDGEWQCIIGKNFGCSLTFDANVLAFFDLLPSRKSILLFKSG                                  
>Tthe_XP_001032768                                                              
MSIKSTKRFEELFYKCNTDEIQQVSQPLNLSQKIKEYVNTEIIQTLTEFKKQYSLYREVRGDGNCFYRSVFYLYIEHLIV
INQSNPKEAEKRLDQLIQISAELDKFIITSSIPLELEKFLYHASKFFQCGIYSIQLDIINNPKLLNVDQKILHLQNFINT
YPIFDFSTILLMRKVALLGYEKFQQQMQHFYLGNEIQTIKDYSIEGQNCIMKLISEYLQIPIQIENVQAKFVNTIQFIPE
FTVKDENFVEFPTLHLFFRPGHYDICYPIDYANKIYSKPNMQKSERIIIKQQQKLESQTPKTGKNFSFDYTLKDNCFFCK
QNIFMLINEMRICQQCYNQKIGQGELNNSCKICQKSNQEETTRPYCLCEQCEEEYLDFSNKTINFIIASCNQTTPENSNL
NIQEQNKQNSSKIIQLSNSLEEEQFQSLTEDTTTLQSNQNIQNKNNFTSNLLLSYEFINHTKTPNGLEQNQQLSQLPENN
TNSDQQPQQQQIIFLNDSNNLQKPQNYYSNDVLNCTKNEGRKNTLIDENILLMNSYIQEKDLYINQTTSKCIRCVLCLNQ
IKEFKVNNCKRHIICTYCSENQQNLNQLCYCSQQNPNQPIQQQNLQQQQYQQVSL                         
>Tthe_XP_001030637                                                              
MQFDYSSDDENEIQSSGSKDCQDTQTLQENEGNQNNNIAINADSDKKSLDANGNNDSTYLIQKIDNEVKIIQDQQQEEQK
QQEFKQYQEKFEELTKQILDKQLTIEQLQQEQKQQDFKQQQEKSELTKQIQYQELNIEQMKSEIDEFKIQEQLLKQQKNK
AQNELDVTRNQLQEQTSLRFDAENKLNQLYNEYLKLKNEMDQNKISEQNKIKEKEESKIKLLQWQENQKYYDGIQKNQQI
RTAIQRQQKFQQQYQNNNLMTINIIQQVHAQLPAQQSALEKKKKKLQKTFYTQENSASNKSEPRISQRFNSIQSVENNFQ
VIYSKSSDKGYNAFKSQLRQSYGQQKQFYFTPLTIKEIICGEDGEYRGNQVKQNKVLNLLNQENITHAGQVRGDGNCFFR
SIIILYLKIKISQIQNDRNKLNNFFSLLRSVKIEQPTNFKEYFQTYEAEQLVNYAKKGLEESLNKILQSQNPLQQFIEEL
NQEIFDFALQLLTKSLLLQVFQESEAVKMYQDEKSLKEEILDLNKEAGSDVLNILIESLLNCQLYLLKCDKNNNIAWEKI
EYCQEFYNEKFQQFFLSEKQPKDLNNGQTDKVYLWYKTGHYYYLLTDKQMTLIQQSLQIQSNNSYSEFNQQVFQQNNYSY
DQVQSSGNDQLFLNEQLQKNNSLRHNESNSQNYNNSFQQIPQTINLCQQESNQNQYEIVQQQNQQFQRQGTQQEFNKNNS
NNQYHFDQNIQNNGVNNYNQQNAIYYNQVNNNSNQQVINQNQANYAENYQQMNQFENQQQQQIKIISTKMDFSRFKIKTA
MANQYLNKIK                                                                      
>Tthe_XP_001015819                                                              
MKDQKGDKSVEITVLVELFSTFFEKITFVHPDKEILMKNLSKFKNFLYGNQQNLEKGYEFLQSMKEQYQYENQSTASASN
QNGSNLASNNPLTNQGTTQQSFQQYQQQYNAQQRSQQEQQRQQIQQATSSYQNPSIAAQNNIVKTFKFDLSSLNENANLF
KIQSIQDFSGVRGEGINPKIALSGSSFNYIREFVSEVNAFYRCIGFRYLEQLIKSQNLAKLQDILKSVQSKKIVLEQYYR
EQTSIENDAEENIARQQNNDYLRNTFCGYLEYIIESLKKDKSSAELQEILYKIVNGDSAFDTALISFIKEQSVRFIQESD
PLYIDFLLSSQELKNDKELIQHIRSQDEPLEITIKIVALALETLINIYTIENNNALTKKDYKFNSLPESSNITLDLLKIK
QPYIIYYLIYNQLEGQQLVRVSSQAFINQQQTLQQQQESQQNEQNIYGQKPRQQNSVQTNKANLAQNNAEVRPSQIEDLK
VRGGYLKKMLKMFDDNTEDLINKLSSFKDGMNEDEEDEQDEENIEKVLKEQINYSKSRALNFYSNIQTQDRGQNWVNDGI
SNQ                                                                             
>Tthe_XP_001013105                                                              
MIQQSTQQNNLNNRQSNLKINEQNNQTSNQMFAKGSQVYGQTPGGMSEIRNIQNNRTPQGFDQEYYSSNQQYQYQQSQQG
LYSQWDDTKNNQFIQQTPNAQINNHNIYKDYPPENNQTQFYKQSNYQQNPSQQMGYNIYTPNPETQKKNESQIRQSNQQI
LQQQENSGQNGSQYRYETPIRNQTPIQEQLRFSQNKQDSNDPNLEDLQVSNIPVSLPVKIQGSIINLDSKISQSNLNNKD
MTFQINNSSRNYQLPDNQRQSHSFNTSNYPLINPTESQREQSSGYFYKQQSQQKQMNNQQAFNPDEDVKQNLNQYDFDDD
TNMNNSNNPLNNIVPQTINYHPSKIKTKSGNFNYKNQQKPDASYEHKDEAILCLDETEQLQDENSNNLIVSSYQRDSNKC
KLYSQYNDFSNNNQQRDADYYRSDNGRKESLFKYDPSMFQSITGYFYPSVGTQQAIAASFNKDEALLSLNKFYQNQPQKL
VAGCSRAQIFPVYIGVRGDGNCFYRALIVNYLVILLSKYDTLDQFEQLIIDIYNNKHPLIDLEYQGQTRSDRDNVKIILM
QQFLLLLIERMQATTKEEISLFLMKMFDSISSDHDFDYSLVALCRSMILYALEKYGTHQVYQEYLIQEDIEQTRIKLCTY
KEDAEYHAISLSTEIFRHPIQIIQLQKDKFGNFEFNEKVIYQPNVNQPAQGNIYILLNDGHYDLVFDRETCLDYFPSLSL
FNNHQQYHDDLELLIKQPGIQQNLRQYYIQLMAEYEKFLKDQSNQAVKVRESYINLQTLYQTKIGRISSVSSILNHQENQ
ENLVSKVNNNQQQNHLVLFDSIISQSQSQLKGQNTSQLLQSDGKKIDNMGSSNEKLFSQRDGDTFNQNLFVKRQTQQNET
QLYQEDHKELKLKSNTQDTQTDTPNMQSQMHMKSTDDSSNYTFQGEGINFKSNFYNLHSDKLQKQQNFSLTPNPPSIISD
GSKKEPKIQKQQQNNDVFLPCDHAGYNDVLITKSVILALKLDKLSNVNFATKNYQATVGQLRQVFLMSNKTQAAALSVRG
QNPQNLIEAVIRNKIYQNRYWKEKLPGLTAASIIDEALELDYVGGTYGGNRKPSKFLMLSLKLLQISPEKAEVMEYINQE
DYKYLTALGCFYIRLVASSEDIYKILEPLYADYRKLRFRDLDGSFKIIHMDEFVESLINQEVYLDTLLPNIQKRRVLEEN
GTLQPRAIPQLLQQEIEREEEELRKQMEIEEEQKQQEGEVISNNQSKGDEQQEYSDRDKSQEKKKKKKKHRKLSSSRSNS
RSNSRDRKKKSHKHRSWRSVIKGGPNRDRRSKSRSRSSSNEPRRQKQPDKNSIEFWNQERAKLGLPLL            
>Tthe_XP_001008152                                                              



MDIQENQSQQVEKQESLQKQDENVDKLKQIRASIKSMEVKQIKELRRLLRIENLQNVEEITTLEYLMMIMNNNALRSALV
QLQNQYKMMYRTLGDGNCFYRSIMLNKVFWLVEQKSCEPLEQFIIQINNIPQLQTIFQTVPINANSLKSIYLLFLFKILE
DKKSNKQLRMLDIIRMYNSLPEVDFASVIICRQMIFNTYESFKVHDSFKDFLDDDMKEKIEFVLLRYFYEAQYVIIPLAA
QTFQCELNIQNFYQPDQYSSKVNIEKLNYSPIEVENKDAQMPSFNLIYNGGHYELAILDSQAKTDFYKINKQMISFNTQY
SDQQYYYFIQNFIQRYQTEIIRMNNIEESAFYNQQNGSNEEEEYQTLDWQKLQRSEEYRRQNYENQKLKVLIENLQNENN
QVKQQDDKLQQKQQSNSQIDSQQEKNSKNQQNEIPIELDEKNQVNKTNQYQPKIQQKSQSSQFDQNNQNLQFQNLPSKNS
MTNQQNNSGENDVNNMKYDQQDQRVLDFQNMKRICVQCNKKLPSDFKYPFFVLPMDEDIPDNVVLRICTDCFIDLASKYQ
NDQEFIEVNGKLYQLSPRLIGELISFIQQSSKKNQKN                                           
>Pmar_XP_002781841                                                              
MVLRCVAGDGQCFYRALLLGYYEPLVWAHNDHAYHCLSRVLGEELLASPDVTDGEKSLEAYRCMVADPQWDKALISKCRA
AIARAVMSCSKTVEAEAILAAVGSVDVHSAVRDLVLNTRADAEAWILGYAARAFGVNIAVCAPGCAAMDMAVHKCGEDDA
RVVTLLYTAPATEGGCGHYDVLYDRAETTAAAAADFLFPGKCSRCRSSKLLPQRLLSWPCGHWLCRECVLKDVYEWSCVP
CRRSRVLWHKRILSGDEQYGARLASKRI                                                    
>Pmar_XP_002773648                                                              
MSSSVVASTREGVPLRTVKVNTKGGRYDVVVGRGICTSPLFKELVSEVCTEEKQRVTKFFVFVDANLLGLNSALVTSIEV
ALASIVGGDNVNLMCIHSGEVGTTLPFVISHRGAVLQASKCRDQKAEIEDLLSRKGADRRAVLVALGGGVIGDLIGFVAA
SYYRGIRFIQVPTTVLSMVDSSVGGKTAVDTQFGKNLIGAFWQPILVVADIAFLDTLPVRQVRSGIAEIVKAGMCARPEL
FAELESLLSSKGVEGLVQDDDEFRDMIVAGIDYKRSVVEEDERDKGLRNELNWGHTVGHAIEGMGVTGLHHGECISIGMV
YEAMALRAQGQLSNVAVQRLEKVLKCCDLPTVLPPGAEENREELMRRMKRDKKNRGGAIHVVDVRDIGRCEGDSRTVPVP
DRILKRVLSSAVTISGSALVKSGQKLGPSGGGVLELPGSKSISNRALVLAALAEKPGGKCRVFNLTPSEDIRVMLAALSK
LGVDVKYLSEGPESGLNVELRCPGGSLTLLHDTAKAGVTTVWVENAGTVARFITPLLGYLVATCKDPSAAVVVDGNERMR
VRPVEDLVNCMQRAFKGVRVDYVGPTQGCLPLKITKARKRSVADASEGSQTSSGFPCGTVDLSSKVSSQFVSGMLLVSSL
ARGGEEEGFTLRLEDTRGGKAVSQPYIDMTCRVMEEFGVKALPETDSDGRLYYKVAAGQKLVAPGTYRVEADASAASYPL
AIAAATGCEITVNLPYQSLGSRPVQGETLFVSKILKPMGCQGESCITNVANQRVKECDRIAAMAENINLCFHSKVAEERP
DGLVIHGGSPVVDGLQSVTTDSHDDHRVAMAIAVLATRFPPEMVCISQPRCVEKTFSDFWDVLELQLGITPVSAAPDENR
CEGGYDDVAMDGAGGLSPPRKVFLIGMRNCGKTSIGRELASALAGGFWTWTLSWRRSLGVTLSQFVKEKGWKEFRRVEVQ
LLQSVLQGEEERCIISCGGGIVEMPQAVSILGQQRYVVWLRMDEDDVVAANTGPDGKPAYGEPVEDVYRRRRDKFAEASK
YEVHLPRRPAAVEQLPAHVASCRSMADPGDCIRQLQYASTAAGKLPVIATLRSSSEGGQFDESDELYWDFVKRVSRSCCI
SYVDIEVSRCSESSFPAPVTGVGYVASRHFLRPPTGGRIEVCRAFDEVLQPWWSAVGKVVFTASSESDASLITAVQEEKL
QGTSKPSVGLCMGPRGVISRIMNPYWTPVRHPAMKAAAPGQLSLGELKSMREALNIGMGVAEKTARRFRTLVSKEGLQCC
EAAGYPKFTVEDFMEAFLEEIDKLDDTGTTAAGEISSDNDAYIVTFLRCLSSSVLKLHREEYAPFLSPEYPTIDQYCATE
VDPMYREADQLPIVALSRDGDLDGTSAVEVRLDLLKDPGDCIRQLQYASTAAGKLPVIATLRSSSEGGQFDESDELYWDF
VKRVLQPWWSAVGKVVFTASSESDATLITAVQEEKLQGTSKPLVGLCMGPRGVISRIMNPYWTPVRHPAMKAAAPGQLSL
MELKSMREALNIGMGVAEKTARRYFVFGSPVTKSPSPALHNHIFKTFGLPHEYSRFDTAKVEEVLSVMAGEDFGGASITI
PLKEKVGPVLVEFMLACGLVVLGVFAAVADGARGKVSELASAAQAVNTIVKHDDGSLSFHNTDTLALAESIRTKAALAST
CLVVGTGGAARGACAAAELLGMDKIYVWGRDATKAANLAKDFENGEVCPSEPGNDGFDVIIGCVPAQDSQMWPTWWFSKD
TLILEMAYIPQKTPLTRAAEDQGCRNIVYGLEILVSVVVVAAAVAVVVVVVVVVVVVVVVAVVVVVVVVVVVAAAAAAAL
AVVLVVVAAAVVAAAAVVVVVVAAAVAVFVVFVVFVVFVVVVVVVVVAAAAAVAVAVVVVVAAAGAAVVAAAVAAPAAAA
AAVAVVVAAAVVSAAIVIVVAIVMQGIEQSMQWTGMPREAFGNDVYAPVVQFYAQSNQ                      
>Pmar_XP_002765847                                                              
KINGRWHGLLQRDEEGYRRRAGRDFLHYTSADSPLHFWNELLNDKTMDHGIVALVRLATYQYAIENEDMEVGGMPLSEAA
LASSDAKTFNEWLDRNVRTDEQEAGSLAMMLAASALNVRFLAVKLDRDMKTPLQRLEFLPVGRSAPKGPDERWDAILLSK
PGHYDVLYESPVGEELFSLQNENNVIENCSYWRCKPKCPICRCDIETYEDVLCGVSPDCAELFHRCCFKSMVDHDSQEQS
GGSSSHVVVRCPVCRIEFTEAEVEDAISGSRK                                                
>Pmar_XP_002787721                                                              
MATPQPTDDEILAQLAAIREEECASLPLISSPISVVDFTEKIRSSGAPTSFIVKLESLPKESKIRRIRPDGNCFYRAYAC
GILQIIKDHGQQTLPDNTTLSARFRTLVSKEGLQCCEAAGYPKFTVEDFMEAFLEEIDKLDDTGTTAAGEISSDNDAYIV
TFLRCLSSSVLKLHREEYAPFLSPEYPTIDQYCATEVDPMYREADQLPIVALSRFLQFPVEIVYIDQSPETTPAKHTFPP
TNPLNLPTVRLLYRPGHYDLLV                                                          
>Pmar_XP_002783423                                                              
MTDKGRNHPMFAGSYRVLAVLLPSWRVRLETAAGNTAEEKSIFTEIHRALNTPAIDQAFVAAIRLLVADYLSRHKSDPCT
AGADADCSFTWDQWANGLMDAGIDGPGGFIESAVLVMEEDASDLVQAAAPRALDCCVRIIMVHRDRTALHNIDYSGSTSE
PQVHLLFQPGHYELLIPIQPERYSILPIIDDATLVPAGVPVQGPPQPSASNEFEGFMQQVLSKYHALWGQSRYLSSVVDQ
LLPRLDARARPSPYANPADARCELTEMRNVLKNLGEAQRQLSAMPEDPMDDEKPVPPLSVREESDADTQMPKYLSALRKA
YESSTPPKGEGVNLKVEDGTEEALMDWPELQNSITPATASAGVFVCGLCDKDGQIVGDEGDGVRTPCGDKVHKECLRQFV
EKTIEKNNTPLGQVFLQTNMRVQEVSDDAEMNSEAATADEPEGEEPAEGCVICKKTGKLELTLPCGCHAHKKCLESSVEA
FIRGGQAPAEIECPQHTGRRLGVSFLESTVPAALEPVRSVWSGFSARVAAAAAASGSTRQDNGGGSLKCPVCGDSIAVEA
NDALLKKCLDPGAYYKLHSARASQNNVPKPLREPDTSRPSSDERLTLKQKFERGWRPCPKGCPYLGNYPSSKAVV     
>Pmar_XP_002781214                                                              
MPSHFILQPLPPPPLPITRPSSPLRKLVGPPEDAPRYLVSSLVATPGAVDADKSMVLRRVAGDGQCFYRALLLGYYEPLV
WAHNDHAYHCLSRVLVEELLASPDVTDGEKSLEAYRCMVADPQWDKVLISKCRASIARAVMSCSKTVEAEAILAAVGSVD
VHSAVRDLVLNTRADAEAWILGYAARAFGVNIAVCAPGCAAMDMAVHKCGEDDARVVTLLYTAPATEGGCGHYDVLYDRA



ETTAVAAADFLFPGKCSRCRSSKLLPQRLLSWPCGHWLCRECVLKDVYDWSCVPCRRSRVLWHRRILSGQEEYGARLASK
RI                                                                              
>Pmar_XP_002778744                                                              
MSLRDGPIENDDDEQQVLPTKADGLGFIEPLTTLAEEFSHSPGHQRKIRLMAEKVKATHWRRVRGDGNCFYRALGSTLVE
RMLLEGDIDKFHTFVHHALHLARRSEKINGRWHGLLQRDEEGYRRRAGRDFLHYTSADSPLHFWNELLNDKTMDHGIVAL
VRLATYQYAIENEDMEVGGMPLAEAALASSDAETFDEWLDREVRTDEQEAGSLAMMLAASALNVRFLAVKLDRDMKTALQ
RVEFLPVGRSAPKGPDERWDAILLSKPGHYDVLYESPVGEELFSLQNENNVIENCSYWRCKPKCPICRCDIETYEDVLCG
VSPDCAELFHRCCFKSMVDHDSLGQSGGSSSHVVVRCPVCRIKFTEAEVEDAISGSRKTV                    
>Pmar_XP_002778068                                                              
MVPSTVPSERPSSSDAALPKALELAVMRQPMPVIDPGSEGILVGSPTTFDGRIEDQSSSSGHPNLLAQYSELVLSYRYWR
TVRGDGNCYYRALAYGFVEYSALFCPVALTGLVEKLAAMTDKGRNHPMFAGSYRVLAVLLPSWRVRLETAAGNTAEEKSI
FTEIHRALNTPAIDQAFVAAIRLLVADYLSRHKSDPCTAGADADCSFTWDQWANGLMDAGIDGPGGFIESAVLVMEEDAS
DLVQAAAPRALDCCVRIIMVHRDRTALHNIDYSGSTSEPQVHLLFQPGHYELLIPIQPERYSILPIIDDATLVPAGVPVQ
GPPQPSASNEFEGFMQQVLSKYHALWGQSRYLSSVVDQLLPRLDARARPSPYANPADARCELTEMRNVLKNLGEAQRQLS
AMPEDPMDDERPVPPLSGREESDADTQMPKYLSALRKAYESSTPPKGEGVNLKVEDGTEEALMDWPELQNSITPATASAG
VFVCGLCDKDGQIVGDEGDGVRTPCGDKVHKECLRQFVEKTIEKNNTPLQDIRCWRHNRRHEMASDHFRSISCVCRLGQL
FLQTNMRVQEVSDDAEMNSEAATADEPEGEEPAEGCVICKKTGKLELTLPCGCHAHKKCLESSVEAFIRGGQAPAEIECP
QHTGRRLGVSFLESTVPAALEPVRSVWSGFSARVAAAAAASGSTRQGSVQAEPTTARTGIRSNAVVKSEPQKGDPMRAVK
PSVPVNEPLFKGAVRCSSCRGILVASESFRLPCHHRFHQGCLAEPLTKQISDNGGGSLKCPVCGDSIAVEANDALLKKCL
DPGAYYKLHSARASQNNVPKPLREPDTSRPSSDERLTLKQKFERGWRPCPKGCPYLGNYPSSSDSKSIKCLCGYEYCRGC
GVDERIIAAHDGRWHKTSCPYFERYSTIKAAPRASTRCPQCAELHHRCPFPLNDGYPDKLMRSLIHTARADPEPHRRPAP
WAKS                                                                            
>Gthe_120854                                                                    
MEEEEKEMMGRVRKMPHEREEFSGLLAESAIRKEMKALLQQGPLKRQGSPKQIELKSGAMIDSRKQAEMIRLLQDKKIFA
SIVVDVDPDEDAEIVVPLCSCAGKAAEHGVATLSIPRGCFLRRVKLRVTLARLLDKGLQISRLLPFLTRSQRLTQVASVA
VAIEQLPDEDGKPNSDTFECPVTVRLPHFCSLEHVNDWVCPAVNSSELGFAFLADWQTSDVHQLRRDLEEQLLVILQQRL
KPRGNAAEGSGDISEAWMEDKIRFLDAIGSDIKEVEDMDCKLRWMQELVQLELDAFLEEMECMQSLDWQMIVLGKSLAKE
RELAHQQKLRMLSKNVELRTRESRIRAELAGMLNHCLETFAGFSSSSPRRILELSGNYHHRLAQVELRGPGMLFLTSSSQ
IQDRVFYRLLLETPQTSGRSFPPRLMEEELLGGLLTVSLLPCPPAPRRGNLLLLDEGQRQLPRAATITRVSLSLAESDVS
DPPEVLGGGGGGYRWEGLDVEVETFVSVREKELYGHLSLSLLAARELHIKDSAILPSCFCRVTLDGQQRETKTVKGSHDP
VWHVNLFLEVSKRCVGGRDKQLRELFGFLLLEFFHRDLQDVSLPLGRLKLPLADLVDQPPKEAWFPLDDRTGAQVQLRVW
LQRLGTRGGRLTGMESFGRGVAKAIMLNRITGGRRRDEFTAPPPLSQHKQAEKDSLPQHPRVPKLLLSSLRTILDSQDSR
SSSARPVASLGSLSSPRTRWRLPVANSLHSNLASLAADQHVTLKLQMSCEGWKQTRLFCSNPFQLVNEQQSEQEEWTESA
APTWRGAGDFREEVMKESFWESRAQFVCINYCQEDELVAQRVAGALSVLFPFSFIRHPLRLKDLSFAHAHDVPILPILTD
LEVEQLLTADVAIVLAGLPRVYVSSGGEEAKERMEHSIQGAFTPRSSLNINHGVSSHLRHLFGRKSQEEIADFVHEPLVR
EPAWTEVCRERVRQELEEQQEAEERENRGVYHPGNKMCGMYLRGGSVAGEENKLSHTPCIGNLQGFEVLEKFYSTGEGNE
VFRRKLSSLRSVYGKGFRAVKGDGNCFIRGYMFAVLQSLLSLPRQEASGFKGILTAYNIMMLDKQLGLGYSGLAVSDFYE
DMLNEVTLIEEGSMTEEMLEDNFNLLSFSNSLVTFTRLVCSCYIQQHPQHFAPFLGIDTSDTDAMKREVRDFCLREVEPL
EREVDQVQIIALTSAFGFGVRVAHLDRSDGPLNFHGDPPISSPLFSSP*                               
>Tcru_XP_816450                                                                 
MTSTAHDREMQMAIIQSEIESVPLLSDPVEALSETCSLVKEFANSASILPKVLSLFASDNDDRYSGIRYARRDGNCFFRC
VVFSLLESMLGDSELTARYLEQATELRTKLIEDYGDFVEDFCEAAIAVIHQIESGGCTTSEELYALATSHDSEYVIYFYR
YAVSNYIRGHKDDFLPFVMGLNYENVEDFCRAEVDAVSSESDNVQVVAFARCFQLKIVVEYLDGSVGTRTTRHSFSGDSS
GTGDNTSLVVTLLYRPGHYDLLYK                                                        
>Tcru_XP_816378                                                                 
MTSSAHDREMQMAIIQSEIESVPLLSDPVEALSETCSLVKEFANSASILPKVLSLFASDNDDRYSGIRYARRDGNCFFRC
VVFSLLESMLGDNELTARYLEQATELRTKLIEDYGDFVEDFCDAAIAVIRQIESGGCTTSEELYALATSHDSEYVIYFYR
YAVSNYIRGHKDDFLPFVMGLNYENVEDFCRAEVDAVSSESDNVQVVAFARCFQLKIVVEYLDGSVGTRTTRHSFSGDSS
DTGDNTHLVVTLLYRPGHYDLLYK                                                        
>Lmaj_XP_001682399                                                              
MDEGLPIDASEAQLEAIRREVAQYPLLSLSLPLNKESMIVKEMEHDDAYLAQTLSLFGASPVSTKQYDFGSIRYSRRDGN
CFYRCAGFRLCELIVEHPERAAEYVALLKSREESLSRLFGLFVFDFTDALAEILKGVADKTITSVAQVYNRFISDDAAYV
LAALRYLISAYLQEHEEEYEPFVSGLGYGAVRDYCNAEVELVDHESDNVQLAAFAKAFNVCIKVYALDRNAGNNITEYSF
NGEDNDAGDRLVVGLLYMPGHYNLLGRGPG                                                  
                                                                                
                                                                                
*******Peptidase_C78***********                                                 
>Hsap_ENSP00000264689                                                           
MVISESMDILFRIRGGLDLAFQLATPNEIFLKKALKHVLSDLSTKLSSNALVFRICHSSVYIWPSSDINTIPGELTDASA
CKNILRFIQFEPEEDIKRKFMRKKDKKLSDMHQIVNIDLMLEMSTSLAAVTPIIERESGGHHYVNMTLPVDAVISVAPEE
TWGKVRKLLVDAIHNQLTDMEKCILKYMKGTSIVVPEPLHFLLPGKKNLVTISYPSGIPDGQLQAYRKELHDLFNLPHDR
PYFKRSNAYHFPDEPYKDGYIRNPHTYLNPPNMETGMIYVVQGIYGYHHYMQDRIDDNGWGCAYRSLQTICSWFKHQGYT



ERSIPTHREIQQALVDAGDKPATFVGSRQWIGSIEVQLVLNQLIGITSKILFVSQGSEIASQGRELANHFQSEGTPVMIG
GGVLAHTILGVAWNEITGQIKFLILDPHYTGAEDLQVILEKGWCGWKGPDFWNKDAYYNLCLPQRPNMI           
>Hsap_ENSP00000357565                                                           
MLSCNICGETVTSEPDMKAHLIVHMESEIICPFCKLSGVNYDEMCFHIETAHFEQNTLERNFERINTVQYGTSDNKKDNT
LQCGMEVNSSILSGCASNHPKNSAQNLTKDSTLKHEGFYSENLTESRKFLKSREKQSSLTEIKGSVYETTYSPPECPFCG
KIEEHSEDMETHVKTKHANLLDIPLEDCDQPLYDCPMCGLICTNYHILQEHVDLHLEENSFQQGMDRVQCSGDLQLAHQL
QQEEDRKRRSEESRQEIEEFQKLQRQYGLDNSGGYKQQQLRNMEIEVNRGRMPPSEFHRRKADMMESLALGFDDGKTKTS
GIIEALHRYYQNAATDVRRVWLSSVVDHFHSSLGDKGWGCGYRNFQMLLSSLLQNDAYNDCLKGMLIPCIPKIQSMIEDA
WKEGFDPQGASQLNNRLQGTKAWIGACEVYILLTSLRVKCHIVDFHKSTGPLGTHPRLFEWILNYYSSEGEGSPKVVCTS
KPPIYLQHQGHSRTVIGIEEKKNRTLCLLILDPGCPSREMQKLLKQDIEASSLKQLRKSMGNLKHKQYQILAVEGALSLE
EKLARRQASQVFTAEKIP                                                              
>Hsap_ENSP00000373413                                                           
MGDKPPGFRGSRDWIGCVEASLCLAHFGGPQGRLCHVPRGVGLHGELERLYSHFAGGGGPVMVGGDADARSKALLGVCVG
SGTEAYVLVLDPHYWGTPKSPSELQAAGWVGWQEVSAAFDPNSFYNLCLTSLSSQQQQRTLD                  
>Cint_ENSCINP00000012144                                                        
MEIKVANGVNKKILETLGEDGCGLAVGLKSEKWIILTGYLRCDLSDLNIRKKITRWMPEGVDVLASYSATKKECIQDTTC
PVHISIENNDLSATMWQDGRIFDTTMCVISDDEAKSLLDENTCLLHVTGNVKVNIPQINGELDTSNVGEVLKSSAFLIKE
KNLILSESSNAILTWMEFVSKNKNNKIQTKSSSKLLHVEIMKSTLNKGDCFVPIVSVRPVATKVYHLPIKVDALCYIRKD
DTLDRAMESLQNTVQRQLWNACSAINDQQPDNSKFGIPKPYYYQMQHYCHPVEIWYPGNKSDNELTDFRKDVLHKTFSLP
HDRPIFRKANSIQFNPTNEVILKNTHEGLTPPKLTNGKVYTVHGTYSYHHYMQDRIDDNGWGCAYRSLQTIVSWFKQQGY
TDQPIPSHREIQQTLVDVGDKTKDFVGTRKWIGSIEVNNVLNQLLGVTSKIMFVSQGAELVSRGRELAMHFQNQGTPIMI
GGGVLAHTILGVCFSETTGQTHFLILDPHYTGGEDIQVIQSKGWCGWKGPNFWNPTAYYNLCLPQRPALF          
>Skow_XP_002736605                                                              
MRRLATKPWLNLDTNALNPIIVPKDAALKDGSPLSIAQATKSSESVNVHLLHQLSSSADDVPDCTPVIHCEQNDFTYTSI
PLNIDVVVMTTKTTPVSQLPRLFSKGISNQLIAMEDCMLTYYQNEKFHIPESYHFSIPGFQHLLNVVYPRDKSEEELESH
RRNLHTKLVIPLDKPLLRRTRRYVFTEERNKEGYLTNTHIGLPQSGDGQMYIVSGVYSYHHYMQDRIDDNGWGCAYRSLQ
TICSWFRHQGYVDRPVPTHKEIQQALVDVGDKPSKFVGSRQWIGSIEVSTCLDQLLGVTSKIMFVNNGTDLGNKGRELAV
HFQTQGTPIMIGGGVLAHTILGVDFNEVTGQVKFLILDPHYTGGEDLKVIQDKGWCGWKSEEFWDKTAYYNLCMPQRPHV
I                                                                               
>Dmel_FBpp0075316                                                               
MLPKLKISAFLLKRLERTKQQCSGCLFGVFYGEGTLLLLSFNIESSLGQLNYEQIQHRFPAELDLCGLVKFGGCTDGEAH
LNEVIKSVDITDNPILLQCELGTLVGLRASFFVHGKLEEVPYEVMEAHQLYNDFCFTRLQCGFFLQTAATPESVAREMHV
LRKRVADGNLVFNVPQTKIFINNYGPLDKQFSGDSQIQDLIDVIPTPGHEKETASVDKKKLKGQNTPVKRLAPTGCDYEV
IPIDVMRSRSRDPVSGEPPHPALSIAVTNEEQIRVQVPLEIEAMAILCRKTKLQRLYDVLIESICRGLRLFELSLIEHLT
ESGSGKLLVPASYHFYPQEFGHFVSCAYLEGLSDDTPSMLMRRKRLHRQFALPISRPYFRRANQMLFLGETEDAPWTPLL
NTHIGLRPSGVVDGKEYLVNGNYHYYHYLQQQVQDKGWGCAYRSLQTICSWFVLQGYTNAPIPTHLEVQEYLHKINDKPA
AFVGSSQWIGSTEISMCLQGFLNVDSKILHVASGAELATIASELAMHFQTQGTPVMIGGGVLAHTIIGVDYCVQTGQVKF
LILDPHYTGADDLATIQIKGWCGWKGMDFWAKGSYYNLCMPQRPILY                                 
>Dmel_FBpp0085517                                                               
MAAEKCAEEFGDSSAASLKIVPKDYAYPLLEDPQGALTTPTEGGRTLVTRGGFNYFHYGCDGHQDAGWGCGYRTLQSAIS
WIQRRQGSSGHVPSIREIQQILVAIGDKGPEFVGSRDWIGTLEEFYVIDVLHQVPCKILHAKELSSDEILGELRSYFEKY
QGFVAMGGLSDTASKAITGYHCSARGRIFLQVVDPHFVGVPSSRQHLIDLGYVRWVPVDEFAGSTYNLCLILQP      
>Cele_F38A5_1a                                                                  
MTNSQTVSLIGPTQMAPQSTPPPPVNELWFIDAQAMFQNYANLRSFSKSNANEINTTIGGFVFGRKARKQVIHVLFAYAE
DLTESNRQFLESSLSADIELVGNLNIDGQSQILPGGQFTLQLTSRMLENRSISEFLDMNVMFNNEHVLMEGASCVSRVGY
EWSLRAGREQEDVKSAAERLSMASFRFTYLNAEHGLVIREQKPEAAQQKYLDKFSKGAVPYKDVIEFTAMQSLTRDTSND
TEDQKLVPTVKVTKDNKHFTRLVTIGEVVFPAFFGDSSLDLYKRSREAFNRRANNTMMVTVNGIRAGRGVTTTTSATYLP
PGWVSLLHLQLPTKWTDNEQRNYRIRLHKLFNLPSSKPVLRLSQALALHSESARLTNKKLIREPHLSITNYQPVGEITTV
NGPYNYHHYMQDGIDDSGWGCAYRSFQTIWSWFILNGYTDKPVPSHREIQQALVDIQDKQAKFVGSRQWIGSTEISFVLN
ELLKLECRFIATNSGAEVVERVRELARHFETSGTPVMIGGNMLAHTILGVDFNDTTGETKFLVLDPHYTGSEDIKTITSK
GWCAWKPASFWSKDHFYNMVLPQPPSDAI                                                   
>Ctel_205141                                                                    
MEQLKNIHEGLALPEGVSSQNAFTVRGTYCYCYYNMDATDDRGWGCGYRTLQTLCSWILCLKNIPDPIPSLCQIQETLVR
IGDKPQSIIGSRDWIGSIEVAMVIDTLYDVPCKILHIDKGSNIHEHKEELKRHFAEKGSPIMMGGSTDSASKGILGVCYD
ANNRHYLLVLDPHYHGSMPTHSKLCSCDMLLWKPLASFEQNSFYNLCLPQLSHV*                         
>Ctel_100653                                                                    
MQYTCDICGQDGMTEIEMRSHVLIEHVEGQISCPFCDLEGTTAEEMEAHHVNTAHLDALSPQGLCCPVCAQCVPTAVELD
AHLNAEHCGEEEQCCPVCGMECSDATSLQFHVEGHFSAGHTPGTSVDDDVLAAELYEEEKRARREKEAQEFAQLQEQFGM
TDGQSFRLQADRALERAVFSGELTLRDMYSQKEDRLNEASSGVDSGHSCTKGCILEKLHLFYKESPGNVVGFWLASPTDH
YAAGMGDKGWGCGYRNLQMLLSCLARNPMYLQVLFNGRCVIPSLLKIQRLIEAAWQKGFDREGAEQLGGCLVDTSKWIGA
TEIVATLSALKVKCQLLDFHAPTGPGSTHPRLFEWVLSYYKRDSDFKPPLYLQHQGHSRTIIGIEELKDGSLRLLIFDPS
CNRRQMQPFLTDGCVTPQLMRMLRRPLNSLKAKQYQIVAVTGTLNNNEWQVS*                           



>Ctel_218754                                                                    
MACGKVSISPSIFSNLASSNSENIPRTGFLFGIRRPNSCQIIGCKVFRDGSLKNMCHDYTATFNIIPGGLDICGVFFKTG
ESAVKPIVAKKFEKFIPEIEKIKGLEDSASILVLALENRDLEKSTLYDYNFESQDLTKVDYNVGESNSLLKLRVRGTLST
GFEVPAENDKLFSNIHAEITALKNSVEGEACAYHLNNSRIILHNNYAENIPENGLSANTSCSQLTSHINASGDDVTQKKK
QKSTTNDVIDFNLLLQMTGEVALSSTVTCAPVIHHEHRQYKFSRISLPIDALAYVYQDDPVEVVPNALTSALTSQLLSML
CCIMNHSKNSAFPVPRPHHMLPPYLSHFLTVVYPDNVDDDSLESERRSLQHQFLLPLNKPLLRPRNAFKFSGDFVSDYLI
NTHVGLKTSVPGGKQFVVQGDYEYHHYMQDRMDDNGWGCAYRSLQTLISWFKLQGYTEKLIPTHKQIQQILVDIGDKPLK
LVGSKEWIGSMEVSYVLQNYLDVNSKILFVSTGAELASKARELAEHFLTQGTPIMAGGGVLAQTILGVDWNEDTGDLKYL
ILDPHYTGGEDLKVIQDKGWCGWKGQEFWDQNTYYNLCMPQLPDVI*                                 
>Lgig_161889                                                                    
MDLCCNVHDGLEGPTSSILVNGQYEYYHYACDGTSDQGWGCGYRTLQTLCSWIKAKTSYQRDVPNLQEIQTALVEIEDKP
ASFCGSKSWIGSFEVCLCIDIFYHVACKIIHVNHGSELPQHIKQIYHHFQDIGSPIMMGGESDNSSKGIIGASLNPPSLL
VLDPHYHGPKLSKKQLQENGWIKWRALETFSQDSFYNLCLPQYKEIGNFYFPQHVTGCDTSNVPKEKCKCPHLGTSPYG*
>Lgig_190780                                                                    
MDVLQRLSNNNIIPTCAPFIQHNIGEENCLMVDLPVDVLCFVPLDLPTKDINQLICDTISRQIEAMGCNIRDNIDNGKVF
LPEAFHFQPPESDYFLSIIYPKDIADDNLESSRKKLHEVFCLPSNRPLLKRNNKYIFGGEEIPGGYLLNPHTQINIQPLK
DSKFYLVKGNYTYHHYMQDNFDDNKWGCAYRSLQTLCSWFRFQGYTERPVPTHKEIQQALVDIGDKDPKFIGSRKWIGSL
EVSYCLDNLIGVTSKILSVSAGADLANKGRELAQHFSTQGTPVMIGGGVLAHTILGINFSEVTGDIRFLILDPHYTGGEY
IREVLDKGWCGWKGPDFWDQTAMYNMCLPQIPSNAL*                                           
>Lgig_211070                                                                    
MAEGGTICYNRPEKQYVCVLCGEEGIFESEMQEHIKMHTNENYCPFCDISGLKDGELTRHVDIEHLDLISPSSEKPSKPL
HDEQIDYQKPSTSKSGYDSQIQNRPSTSYEYNSTSENLSKEEDMIKPEEKDKFNSLDSGYSSGFQNGSSDSESPLSKSVE
GAAAISPAFSCPLCKYSTSSESSIQQHVNRDHSDILSPMKPVSGAVNSSKESKDVIYSCPICAMSLDSPKDIESHINSKH
VDILSPGKLLATGSDELLICPVCCEVFTDPNFLASHVDGHFSTTHTPEQDQAEMEKKDFQTLQAMYGMDGKTDYKQQYEK
NLERAVWNGHLSIPEYHKQKTNLKSNDLNGVDDGHSCTKGIIAKLQYYYKHTSSCVNKWYLATSVDHYSVSFGDKGWGCG
YRNFQMLLSSLTAELNISQVLFNGKPQIPSIPKIQRLIEVAWEKGFDKQGCEQLGGRVVNTNKWIGATEIVATLSSLKIQ
CRLVDFLEPSGRDGTHPKLFQWVKEYFQSQLDFKAPLYLQHQGHSRTIIGIEEMKDGSDRLLIFDPSISQKQMQHFQGRI
DNAMLRTLRRTLTGLKAKQYQIVAVLGVLSDSEYDRHKVLQSLRIR*                                 
>Nvec_XP_001633715                                                              
MSDIHELVSMPEGCVESAVVRGSYEYYHYICDGLNDKGWGCGYRSLQTLCSWVCHQLNEDAPQPVPDLHQIQQTLVDIGD
KPTSFVKSREWIGSYESCLCIDQLYNVCCKILHVTTGAEVQDKALEILMHFKSFGSPVMIGGDTDCSSKTLLGICKVQND
EFYFLISDPHFVGVASPRVLLDDGWLKWRKLEDVFHKNSFYNFCLPQLRKL                             
>Nvec_XP_001627456                                                              
MVMLSTSLDSLPKLFSSAVCRQLKQLGRVAEKFSKEENLCLCKPYHFKPEGFCHLVSVIYPTLGPDNLPVDDTFTESYRL
DLHKQLLLPSNRPMLRMGMSYIFEKEQTPESYLINPHSGITSSGLPDGTVELVDGKYSYHHYMQDGFNDDGWGCAYRSLQ
TICSWFRHQGYTSKPAPSHHEIQQALVDIGDKKDNFIGSKQWIGSFEVSMCLEHLLGVTSKILYVNSGADMASKGRDLLH
HFQTQGTPIMIGGGVLAHTIIGVDYNLQTGDIRFLILDPHYTGGEDLKVILDKGWCGWKGPNFWNQTAHYNMCMPQRPDA
I                                                                               
>Nvec_XP_001624534                                                              
RTSSLPQAMYGMNSTGSYASQYSKSLERDVNRGKASVGDYYARKAEMLKILMTDNDSGESCTRGIIPRLHQRYKLGVSGT
KVAWTSADIAHYASTVGDAGWGCGYRNLQMLVSCLLGLDMYRPMLYGGVPSITRIQQLIETAWNAGFDKQGAEQLGCKLI
NTRKWIGATEIAAVLRSLGIRTKLIDFHRATGCDGTHPEMFSWIKRYFSCLTPGFGGGSLALGGLESGNFRQTSRPPLYL
QHQGHSRLVIGVEEHAGKEGGLYLLLFDPSHSAKQMQSLLDDIKASSSGLRHLRRSLKQMRCKQYQIVYVDGVMDAQEME
RSKFMDSTRVP                                                                     
>Adig_19579v115453                                                              
HSRLVIGVEEHSGKDGGLYLLLFDPSHSAKQMQGLVEDIQSSSSGLRHLRRSLKQMRCKQYQIVYVDGIMEPTEMEQGKI
LDSLRVP*                                                                        
>Hmag_XP_002157577                                                              
MLLKNIHEGLAVPQQFCNCFTVKGDYFFYHYYVDGANDIGWGCGYRSLQTIVSWIICNELHQGLGGVPSIQCIQSKLVEI
GDKHESFIGSKEWIGTYEAFLIIDTLYKISCKILHVSCGKELYKVIEILKDHFQNTGSPIMMGGDIDCGSKTILGICHKE
DDWWLLVLDPHFSKMKVYNKKQLQDESCVYWKHLSTFDDSSFYNFCIPLSLNQ                           
>Hmag_XP_002162129                                                              
MADDNGDCESSISLTPHAESKINRSRHAKEKFSCGYLFGINIEKKIRVHDLVELDLGLFENNDATNILTDEIQVEFACIR
SSFPVGLDIIGVFITQPEQENIEVAEHLLKILKQLEDIELALTFVLCLIKPSECLWQVVSKIDGNIPVRNVYSETDVELK
QPLFRIFYDVLVKWLINTGIEGLLKEIDKLFEELILNKIAFLLESTGTVLYDNETFQNPPYLTCADLVSDIKSNLGLKLS
DNSFLDKEISLQCLMRFTSDEQENEQLEEDKETAQCNVPVLLSNSLVGECIVFKLSIDALATVALNTTFEKLLFMLRDSI
FRQQHALRLLIKLGGLSYLYSSVHVQLPGADFPMTVLLPSVDLKGIEVPEENYPSYKEKLHDRFLLTKEYPVFRRVLSCF
DNRTNKIIQLVNPHESLKHPVVEVSMMALVNGKYAYHHYMQDNFDDNGWGCAYRSLQTLSSWFWLQGYSDRLYPHHKEIQ
EALFAMGDKDIKFVGSKDWIGSVEVGYCLDYFYHVTCKTLYVSSGADLAFKGRELYTHFKEQGTPIMIGGGVLAHTIVGV
IFNEHTGETKFLVVDPHYTGTDNLKIILSKGWVGWKGPDFWDKNSHYNLCMPQRPKVI                      
>Hmag_XP_002155915                                                              
FPCSSIRLWKTMVIGGYGSGHIRIFNAVTGKIIAEITAHAKWINAIDVAEDSGLLLSSSEDSFIRVWDLNKMVQIDQILV



ENSQITGARFIDNSGDTFGLTAFDSNQIKHIKMSKKYCQQCPVCNEFTDNLIIHVNSHFEKETFDNKSQVLRNKSELPII
SENNVLTILKCTDKQSLISKNKNKGSDEEQRQKAQTAQKDLLIPQSIEDTLLAAQTAQEDFLLAQALQEEEKNDILNKCD
SDFLIALNLQNHEDTVHEKTTLEAESASIFNKYKNDFLLASELQSYENIVNEKEDFKKLQAMYGMNSSSGFMKQFDARVR
KDVGKYITVSDYYKKKSDMLSSLMEGKDNLETSTKGIIDALKNQYMYGVVGVKTFKLCCNVTHFGISIADRGWGCGYRNI
QMLISSLFEHDQYKLKETMPDIPSIPKIQALIEKAWSEGYDPTGKEQLDGKLQGTRKWIGTTEVCALLRSLKLKAQIVDF
HKPNENLHVLMMEWICDYFQNGLKLPLYLQHQ                                                
>Hmag_XP_002155797                                                              
MTVLLPSVDLKGIEVPEENYPSYKEKLHDRFLLTKEYPVFRRVLSCFDNRTNKIIQLVNPHESLKHPVVEVSMMALVNGK
YAYHHYMQDNFDDNGWGCAYRSLQTLSSWFWLQGYSDRLYPHHKEIQEALFAMGDKDIKFVGSKDWIGSVEVGYCLDYFY
HVTCKTLYVSSGADLAFKGRELYTHFKEQGTPIMIGGGVLAHTIVGVIFNEHTGETKFLVVDPHYTGTDNLKIILSKGSV
GWKGPDFWDKNSHYNLCMPQRPKVI                                                       
>Tadh_XP_002112546                                                              
DGTQIALVDGCYSYFHYMQDNINDDQWGCAYRSFQTLYSWFRYQGYTDKATPMHKDIQQALCDVGDKPSTFVGSKKWIGS
YEVSICLDHFLNVSSRIVCVSSGAELPQKARELVSHFQSEGTPIMIGGGVLAHTILGISFNEITGEVKFLILDPHYTGRD
DLKTIHSKGWCGWKGPNFWDQRANYNLCLPMTPSMV                                            
>Tadh_XP_002112357                                                              
MESTKIEDLNQHLDSVHAQDSEEKNRHGKKIRMDYDEQYTLCPRSECGIAVALTEYEDHLLAHSLQDSDIQSSSRKQSDE
GYYKQGVRFLEKMVDSNRMQVGEYLKQKARLLESTKGGIDDNKTRTCGIIEYLRNFYSNDGKKEVILCLPVDHFSSNYAD
FGWGCGYRNIQMLLSCLMGCSQYKSVLFSEIPSVTELQSYIERAWKKGFDVEGASQLGNCLHNTKKWIGATEIASLFLSK
HVWCKLVDFSKASDDGTHPKLFQWVSDYFKGLKTTHHQSSAMPSLTFPPLYLQHDGVESDTKIIKSKTRIN         
>Tadh_XP_002110601                                                              
NLLSNIHRGLSQPYTDTQLIGGDYFYYHYGCDGVHDQGWGCGYRSLQTIASYIVHNKKSLVSSIIPTIRHIQQTLVDMND
KPSTFVDSKEWIGSFEICLCLEELYGIYSKIIHVNDGNDLEKNVAMIHDHFVQVGTPIMMGGNIDSAAKTIIGISADSKD
VKNSKLLVVDPHFNGKAEIEILQREGWVSWRSIDSFVFESFYNFCLPQCKL                             
>Mlei_ML010622a                                                                 
MLLSSPGPTADVEDEIEYVVEATPRIRIEGALDVLVDKKTGSYHPLSVEKARQVLQEAILLNDNTIQNTDKNISPSDSSY
QLALDITSQNGQAPVILSEEGCYRSSIELDVILLPDSKFSAKEVLLHQFDALVQEVKRRPLHFQPPGFGVPITFLDSHCK
DKTKELHKIFCVPLVSYFHPIQAIRTEKADSEGRLITPHTSVAGVKSRDVITVSGDYAYHHYMQDKFNDNGWGCAYRSLQ
TLCSWFLYNGYTDRQPPSHREIQETLVKMGDKPDKFVNSRQWIGSVEVGYVLDSWVGSQHRIQFVSSGEDMAMQGGLLAH
HFTNHGTPVMIGGGVLAHTILGVKYDQVTGDTQFLILDPHYTGKEDIATITKEGWCGWKGPNFWDKRAHYNMCMPQRPAL
D                                                                               
>Ocar_g10931_t1                                                                 
FFLKGSTFLGSEDYFCLNLLVDVLAVAHTTTKLSALFPLLRLAIKDGIESLLAELKVSIEAGCPSVPRLWHFKPRSLSHT
VSVSYASVLFSGDKVKETDFESKRRHLHEAFLLSCDRPLFRMANALTFDNSSFDNGHPVNPHIGLPPSGVKGTLSLVEGN
YSYYHYLQDKFDDNGWGCAYRSLQTIMSWFKHQGYTDKATLVSVGDKEANFIGSKQWIGSFEVGTCLDTLLEVTFKIMAL
TQGAELEDKGRELAMHFQTQGTPVMIGGGVLAHTILGVDFNDKTGRIK                                
>Aque_XP_003385832                                                              
MAGASVGSVEHFPSPNENITDEAEATHSVDRNEVGMKSERLKKRTSSVKILVVGLMGTGKSSLVNAMMGNIVAKSQAGAK
AGSKEVECHEGEHDGIKIKIYDTPGFGESDIPEKKILKNIAEKTPRKGYDLILIAIKMDSRLDTDSAKKMLLSLGDNMDP
EMWKRTIVVLTFANFFVFQLENGYQDYTEEAKKLQVIRETEEFRRIFQEHTGKDDKLKPFIGSSEWIGSIEVSTVLNHSL
QVESRIHHCSRGADIAGTGRLLQHHFRNQGTPVMIGGGVLAHTILGVDYDEQSGDIKFLILDPHYTGPEDINLINGKGCG
WKGMNFWDQNANYNLCMPIRPQEI                                                        
>Aque_XP_003383577                                                              
MTPMTTPTLVLPVTFDLIGLFCNDIDTRLVAKQLRNRLQEQIKLIAQTIMVDKDTNDQDIHSVSFFHFNLPNQHVPITIP
YPHLPLSTDTTITPSPLPDSSLLSLRTKLHQTFCLPTNRPFLRKTNRQWSPWKQEARLFDPHVSLNLTEGGEGLALVNGS
YLYYHYMQEKFNDKGWGCAYRSLQTIWSWFRCQGYTDVPVPTHREIQQTLVDCGDKEKPFIGSSEWIGSIEVSTVLNHSL
QIESRIHHCSRGADIAGTGRLLQHHFRNQGTPVMIGGGVLAHTILGVDYDEQSGDIKFLILDPHYTGPEDINLINGKGCG
WKGMNFWDQNASYNLCMPIRPQEI                                                        
>Mbre_XP_001746565                                                              
MEAVPRVACPVCGRQLPQYAIQQHVNGCLEVECRDDARPAAAPSPQHRTVSGSKAERTFASSADERRGVDDEGDEGDEGD
EGDEGDEGDDVIWLSPPRVQVTRPPTAASAVPAKIPPATAEPAAPPRWVAPIASEVGTLAAEEGHGGIELANQLARACAQ
LPPPRGVHGVRTTVCRNVRHYHQRDAAQTYACGYRNLQMLTSHLLTRPEYANLFNGRIPSLSALQRLIEHGWAAGFDPAG
AEQLDYRVVGTDKWIGATDMVAMLRAQGVGADVVDFFLHAPTDQARLQERLVTWVWDYFSADAPTGQHVHTGRPPLVLQA
QGHSRLIVGAERRVARGQVTILLLVFDPFHFTHQLEQALRTRSDWVKSIKRRPSSLRHNAYQLLVIGAPHPPECPPKQII
AALERHDMSRTVP                                                                   
>Mbre_XP_001745015                                                              
MAAMRTRLRLTARVAQPLPQGVKLLAFAGAEPNALIVCGYSREKLSAEIPAGVFYLEDAGYAVSWSPATADGAALADSLV
KVESITLHDQPCSLDTGASADEPTTPELLLRVQLSATLPKAMALPALESALASDTSSNTKGGKGNKGNKGGKAGKGNKTA
TPTARHAAPVVPELSRDQCLDLRVLTSCAPDLPSETGILTGAPEAATLYQVHLDVLVYSYRSQPLRLLLAGLQARLLQQL
RQALAQGGAFHHFLPRHCQHHVAALTVGGEKAETSSENDRLRNIHRHVHATPLPDGERFLVDGDYDYYHYMQDRFDDNGW
GCAYRSCQTICSWFLLQGYSQQSVPTHAQIQQTLVNVGDKRKSFVGSRQWIGSQEIFFVLGEWFKAEFELESRFIAQVLG
ADLSTKARELAHHFRTVGTPVMIGGNMLAHTILGIDWDSALGDVRWLVLDPHYTGTDDIKTIVKLFKVWPDCAIDIKTKI



RKLTKMPKMTKKMQNKLKNKPKKTRVTAGRCSTSQR                                            
>Sros_PTSG_00954                                                                
MTMEARDAGGDDGATAAQQSQAAPRLLLRVTAEQLRRASGRLNGSGGDGNFVGFQGAVDYWHYHIDDTRDAGWGCGYRTL
QSLVSWLNIQGHCQRTPPTIPQIQDTLVSEGEKPPAFRGSREWIGTVEAGRVLQAWCDVDFRIIELPSGKEAWSQAFIDK
LEHHFQHVGSPIMCGGTRDNMSRAILGVESGDDVMQDTRLLIMDPHFIRGEEDERRMCTCVDAALSHLFKKRWLSWRPLS
SFEAGSHYNLCCPIPSRQQQQQQQLGVSSTARSHDHAATHDSSDDGGGDAGPFGIVVVASGEDAAADKPPPPSSSSSSAP
FGIQVVESGFAQ*                                                                   
>Sros_PTSG_01714                                                                
MQPCKRAKDGGREDAVIVVDDDDDDEDGVGNEGSEEKVEDERRTGTGDDGRLYGSDDEADFVNPATVTVQQHPRQLARHR
RYCQPRLDDNSSSQHHEQQQPQQQQAGQEQRQHGQHDEPDSIVDESHLCTVTVKCDMCGYHVLATEIDVHLEEHSLELAK
RLMEKEQNKRAPETSKDTSDQPMGKAEAAAYQRISQYFNNGTRSILPSRADAAAARRMGHHTATAASSTMPRIIASVSAE
EPPRPSIHSTASRRARKRRASPPPSTSTSTAATIDLSASASSSAPSSSSSSSAASTSTTLPPPPPPAMAATTIPSSSSSL
SSSLSSSRKRGHSSHDAAVLVNDDNGDGDDDHDGDDDNDDDDDLFTAMMRASAKNAGRGGRNGSNNNNSGSRSRHERGGT
RPRSRTRHRSTTTTRTTRASTSSSSSSSASSKTKTAAAAPPRSKLHLAVSSTLHRGCVNISHVPVSYSRPRALVVEEHAG
YDGVWSAMHGALLNAVRFSKIPSEFTLCRFARVFGQSGYERLWSCGYRNMQTMTDALMARDHFSRRLYGGCGQIPALSAL
QRELEAAWYSGFDPDGAAQFGYKVSGTGKWIGTTEVCALLRYYGLDAHVATFVRTGESATIDAYEGLVDWVWHYLHFSHT
NTHKREFGRVEAGVHVSEMPPLYFQHDGHSRTVVGMERKQMKNGSVKVNLLVLDPLTRPQTLHKSLLTGGWEKYVKRGLH
TLHKPSYQLVFVRGVMDKLQRERSKSMRVDSGTA*                                             
>Sros_PTSG_06554                                                                
MTDSRRKRSVGVLSTVPEMARRGKQGLLLVDDGKQGVSQIVGCISVNEPGSSKDVRLAVTRAQAFFPPYLHVGGVFAASL
DKAQELSRHLKPATRRFLLVVETSTSVDIFDTTTPSANDTAPAKITSVHWQEPAPALHQLHASESAFFVRVSTTFTSIHQ
GGAEFVSDIRSQMDAFKSRISGDDVLVFVPRLQQLTSWSQRSDTCDRISTEEVAVRAALSDFADVLLPGGKSAKAKGKSK
APSTKKQRVPGVIEAHVSFAHAHARDATSTPAAAPVLAFQKGKVSTVVVDVSVLARAAPTDCITTLREQTITSVCAKLDV
IADLLITHSDARRVVCRHFSPPPLSSPVWIPLATDEDTNTDDDDASLDRATEPQRRALLSLLCLHENRPYLRSTNACDVM
GELPKDPAGRPRDPHLSIRYSPEGKLYMVDGHYDYYHYMQDKFDDDQWGCAYRSCQTICSWYRLQGYSARPIPSHHDIQE
TLVAVGDKPASFVGSRTWIGSQEIFLFVNKWFEADFEAESRFIFNVTGEDLPTKARELALHFERTGSPVMIGGSNLAHTI
IGIDWQEQLGRVRWLVLDPHYTGKDDLGVIHKQGWCAWKDSSFWNKRATYNLLLPGRPALV*                  
>Cowc_CAOG_07575                                                                
MHQLSVSQRVVDALLRNRGTDASLFRGLLVSPAATVLPSESSPSSPSLTTVLAALCTSRGGALSSREVVSLLPSGLVVGG
AFLTSSDPKQIANAAEDARQARRVQGGFKGETAVIVAVVEETSCQFYRVLENGDATVISDVQVGRTAEDKFRQDHALFHI
RLLTDKFYVPAGSLGLAQLHARVQTFLASLRTSMMQLSFAASSSQQGSLLVASDTQGSLRQAVLDETQRVTGAATPRKGG
RAPTHAALPEKLSVRLLRPSTLTSSVPLAPILTCERESDKPLAMFQLPVEAIAYVPWNESPAATQQAVLAAITSALYSSV
DDLVMHHGAKASVPYHFKLAQFPFLVRVCYPTASTPFPGESQDHESYKTTRTKYHNALLLPLDRPLLRTNNAFDLQTFRT
SVQSDRLLNVHERLGPSGVVGGRLSLVDGPYSYYHYTQDRMDDSGWGCAYRSLQTICSWLRHNGYATRADMTHREIQECL
VQVGDKDKSFIGSTQWIGSFELSICLDQCYNITSRIMNLNAGREMADKARELAAHFETQGSPVMIGGGVLAHTILGVDFN
AETGDVKYLILDPHYTGIDEPTAVIEKAGCVWKGPDFFVQDAIYNMCLPQRPAMI*                        
>Mvib_comp14846_c1_seq1_fr4                                                     
PPPPPPPASSSPRGPAAPPPAYINPIALDLFLARSVDAKLSTDGTQHPPPSTTLFYGEMVCVSTSLVFSLDLVVYASAAL
SMSALCRVVRDAATVQLRSVFSHSARALAEDNRMLSPRILHFRLPNAPYLVSLVFPVDHSQSESDCAELCTRLKALLLLP
PNSPGLRFSAAVSLSSENPSGRLVDVHIGASPPRGTGTIAVVRGSYEYYHYMQERFNDKGWGCAYRSLQTIWSWFRLQGY
TDKAVPTHSQIQETLVKLGDKQKKFIGSKEWIGSQEIQMVLNEHLGVSSRILFVSNGREVPSQARELVRHFHTVGSPVMI
GGGVLAHTILGIHHQEDTGDVQLLILDPHYTGDEDLQTIQSKGWCAWKKPDSIFKADAHYNMCLPLTQ*HLEPPFNTKNV
KQSMG                                                                           
>Mvib_comp6648_c0_seq1_fr5                                                      
FTFLLRRMESQSCSLCGSTFSDIALLAEHLELHTFEASLNQDTQAADAELARQLTHSSSTHDEDAALARQLAESDAAWRP
SRTEASGSTAGASVSDDEKVARQLASEFRQGRRTDERRATQDEKPWEWDDRGHLGRPGYREQYVLNVHREVQAARLDGSR
ADEMIEAMNVSLRDQRALPESRTPHVIEWLDSYFRAKTMLVKFALVRPTDHFGADFGDRGWGCGYCNLQMVLSSLWQSSD
GLRDRLEERGCVRGVPDIVTLQRLIEAGWAEGIDPNGPTELGGTIVNTAARIGTPEAYTLLTHLRIRTHIVEFVGHDELG
VHSALYDWCERYFFDALTGAPVTPRPFPIYMQHQGHSRLIAGMEIIPKRGANVQVTRKLIVLDPSHKPIRMAKLITSDPS
TTLSSQVEFLRQTMSQKKMKKFAFQLVIVNGLLPRDCDIEPLCTIQSTLYREGLQI*ICKYYFIILFRL           
>Cfra_g5741                                                                     
YTKWMRGGSTPNKNEALDINQNKRENILTSYFYPDDISGCSDTIRILALRLEEQSKRVSLQTEVCLCGPVDFYHAIGDKV
GVRIGSSIGSHKERKDSVHAPPANPGATNELKQPQAGVDGVFISQPLIPPTTIYNWESTKVSLKQTKEGVGTVKSVMGIQ
RGIEESWEAGFDKHGARQLGHSLVGTSIWVGPTEVVSMLRCAGISARIVAFRSSATVDRNRIPDLLFDFVWDYFKVGDTL
HTVSESNLEERTTRQFSHIKWPASIERESSAFKSACKNAFDRLSTGVPPLFLQHNGHSRTVVGCSKSTFSSGENSKKKRA
SRGYALYIHLSIHNDEVGSANIGWEVVTHHVRMGLTFITMGYSEWVTNRTSRLFMASPVSAPLDDQPVRQVADTLVVAE 
>Contig19745_Abeoforma_whisleri_fr3                                             
NNTSKNNISNNNKRTANERTLPSCPRCTVLLTDVDSNDRTQKASDTCHVCNYNLADTRKKLNKTICYNCGDYGHWNYECP
NNRRKKMGEQSKTIESSSDGLNFHSIQSTDGIIELLRTQLGKEKKNNETLKFKKPNKFVDQTYEYYLCSPSSHLTQTGVE
GSHWSCGYRNIQMLLLSLVKCPRYKQLLFNGDGDIPDVHGIQAWIEKAWNSGFDVAGKMQFGGVLLGTDLWIGPTECAAL
LRFFGIRAIVVDFVDKKRPHNPASNKEKFTISEISIELKNWLARYFAHFASDSAPNSRIHPIYLQHNGHSRTVVGLENTT
KGTSNLLLFDPSTKGKTIKDCLEKGQNWQRYMKRGLHTFRKDAYQLVYINGIMTPAEKQSSKVIRGARPM          



>Contig51536_Pirum_gemmata_fr6                                                  
*E*VAGGEVS*APKS*S*TQIYYLL*AAGFDVEGKTHFNGSLVGKTGRSAWIGATDCAALLRFFGVNAQLVDFESKSGGK
NKNSNCPKKLKQCTLLTFNNDDVDNQYKSSKQENLEVVTKLENFLYNNFKMATAAATNHIVHPVYLQYAGHCKMVIGIEH
IRKSNKKMILCFDPNMDVNKLQTNLLNNTKWQATLKYSRTRFRSFSYQALFIDGLLGTEAEKRRAKILRSTAY*T     
>Apar_comp46567_c0_seq1_fr4                                                     
DLQRVLAGKEATGTSQVVRQHQPEGLPHLVATCWPADGTDSKPQAVAQRQTLHQRLLLPSRPLLRAPQALTFTAQQTATG
RLRDVHLGLANPQGGEVGLVRGSYEYYHYGQDGLDDRGWGCAYRALQTLVSHLLLGHVVAGHVPSHRTIQQALVQLGDRE
SSIVGSQQWLGTYEACLVLGHLYQVDCRIVSVADRSQLPGQARTLLRHFATHGTPAMLGGGVLAHTMLGVWYEPATGAMQ
LLILDPHYTGADEADTVQRKGWCGWKDLDFLAPATPYNLCLPLCPDTI*PQHTCAQAWQVEAHTIYRQCGAVHTDRQV**
PRCVHN*TYVVV*VCTQHRQCGAVAQDVDHTAYTCTQA*SKATVYVPPHDTGVGSAVCQPVT*LAAG*LAYARGVWHKWL
TANKDGGRGCASGVPLGHGRCVCQLILEQP                                                  
>Apar_comp8576_c0_seq1_fr6                                                      
PMCGLEIKDEVLLTAHVNEHFDGPPAPAPVAGLPQSDGDEEGVACPECGDWVLLSLYNHHQQEHENTTSKLEEVDRQFKE
LQKQYGYDSKEGGYASQYKQQLEKAAGRRISAGDYHRRASALKESLATGKADETVCTQGVVEMLRQIYSSPRLPPGIVRG
YVCSPTVHYASSFGDRGWGCGYRNIQMMASCLLQNEDYAKRLFDGVGFVPEIPKLQRFIEA                   
>Apar_comp8576_c1_seq1_fr6                                                      
FIEAAWAKGFDAAGSEQLGHSVYDSKKWIGATEVTALFRSFGIRTTLVDFHKPTGPKETHPELFTYVLDYFKQRCRNPGT
TVFQ                                                                            
>Contig5188_Corallo_2_fr5                                                       
IDE*TRYGTPKSWKARGIGQEWSQTTASAGGADMEPARCPHCKVDIAIENVAEHTTFHETVNKLHICQKCDAQLPTAIDL
AQHVALHLEAEEQETKRSPSGKFKTHEPDSLNRRRIGYSAQALKYLDRALFQKHITEEQHRKIRAKVKRGTADLYDLIPQ
GKQKKRSKKESKTQYNQAILVLGSNSLSMGKPIETLTTEPLLKMEYYRMVQHPLEFRLTDAGDRNWGCGYRNAQVLMDYA
RKRYPDYYRRCLLADRVQVEGKEDLNPDAVPSVVMIQRLIEWAWQCGFDKEGAEQLGWRLQNTSTWIGPTEVWAMMTCLG
FRVQLLDVPYCPSSFSPDMDEILSPRFLFSGLHNTFEDPRPFFRVIMDPNDVSPVFLQWNGHSVTVLGLRWTLPHERDNG
NLELIVNDPKLTWDRVQQGLASPENLPWLTIADHELREPEYSMLEILGPREDHDLDPERWPKFPTSIRIEVEES*HFGFI
TYGLHSL*WCISAGGGSSFCFLPLSPIRTGKQPSVCAHPGLQVPRSVHQRRSQNGCLHSEHRWQVLTPSWHHPGVLR*PQ
CPHRRSLHQRPQPGPCDQCSKDLRSSCVRQWRTWRSPRCRTIRSAAC*Y*VQLAVSAIRLYLSWER*LLQNPE*R*SWHW
HRQSRRPPGHAQRRPTCGALHRHCTGP*ARHSATHC*PARRCPPRSPLVSTPAWPWSRPGRPRSAEILPGSRD*S*L*LH
FPLPPPSGGLPRRPYRP*RSHLLVLLLHLPLPLQ*LPLHS                                        
>Contig5461_Corallo_2_fr5                                                       
TSHHR*TGR**WCDQLATKPTMAQCWWSVPACANRSYELQVSVIPTELFFRLVDKLRRADDGKAVGINGFVVVAVENSGT
VARLYLTDLRTVGETEDPNSFAANGWRGVPSDTGSAVLWPIGNNMNIQPNIKLVESAIQGASDSRVSTNESVWRIRSRAV
RWVDDTGEPVTGVVADTASILATVRQTSCHCRVILCPQDVNCNSVKKESSTCWAHINGTESEEFKASLDTFLNRVAVHQK
EHKEESCPQCPTVVDFEALVAGSQDGDPVVRTTIDPDRTMVVTCDTIYHSHRYPRMHPVWSGHGALSTKKTSFRRYSDPM
MGGSQDQLGILHCASSPSPSFANKHKKEKRVGSSPTAAAEGPVVVGIYPHHALPLIQRSLVPLGSSLLSKDISVAIISTP
VVYFHYGMQGIADAGWGCAYRSLQSLVSNLILTGRCCERTATDELRGHGCECRVPHHGGQTQDVLRKSMCDLPRNDQWIG
SMEVSAYLDDQFEVPCRIIHVAADGDVCGLANHREDLLEHFQTFATPGMIGGGVEAQTLCGVRWVRDAPLAETEFLVLDP
HFRFNPGSLGGHALETERLAEAQRRGYIAWHTAETFSVKGTQGNFHNVCLPMPDRKVAGG*CDLVKITDQNLVSVL**L*
GYSPVPLQH*L*FHIVAVTRQWASHPYHHRMCGQIRRFPSGSGSCRSWQRCPARETDRAKPWDACGHARERCRYMSWPGG
L*RLGGTCCTRGPASGTPQACHSAARKASNQRLPGQRASHSIGRPVLPGPSLHQ*GSHCKYQCYCRPGSSGTPRS*SRSS
CKGCGRRPHR*TGACPSAVAGCF*GSAYLW*CAYLA*EHDRHS*PTQGWDR*EADGNPAAQGMRQFARLC*DDLP*ASDS
*PGSHCTARRPVAL*PTSVIAKPQGQARRCAGP                                               
>Spom_NP_593808_1                                                               
MSKCLQQLKRQLQHFGIDGCSLADGDIDYFFTVTGIDRGWGCGWRNIQMLISWLQYTNPNWFKRNFSSGNYEINSLQSLL
LSAWMKGIDAEGYAQLGDNLHGKWIGATEVYSLFTGLFVNVALVDFDFRSEASASNALFLYVKKHFESSNDTSNVSPCYL
QFQGHSIIIIGFCSSLETLVVLDPDRYQSVQKKFVNIADFNHCYMRKKRSLKFSQFQLVHFKQNIFLNDFSSKLEVRSTR
ISDF                                                                            
>Tmel_XP_002838020                                                              
MAGAVEVYECPWCRFKSGAEYTILMHIEAIHTPDSPFMIKDEHGNRDISSEDLVDTDFDIPPEDDAETTYILCTEDGCEE
NVLLMDLQTHLDFHAAEQISMEDVRSQTPVSGDDSGSYSGSQDMVLSEQGKSRYGYGRSEGSIEGGRRERRENKTLIASR
ERDKNGYKLSFAQDQGSSSLVPSKTPSHLKSPKRSHKLVFGLPVKDPWRQREKEKEKERERERELERERDRERAREVRRP
VERSVVRPIDGQNLPGQQQTVSSNHILTPVKRLGKSDLGPYAHEAQMPAWLRKELEQGGKLTKETRLDHAAGRLVRVVTV
SNETPDLIPVIALLCEHDPRVVRAWVCHPGTKHVGKQIRGEGGFCGYRNIQMVVSYIQNAYPRGSHPFEGRIPTILRLQD
WIEEGWDKGINPSARLETGGIKGTRKYIGTSEAQTMFVNLNIPCRPHSFTRSEGLKTQEKLLDWVENYFSDGGILPEAAQ
VKVYQTQKPPIYFQHSGHSMTIVGCETNRDGSKNLLVFDPFFTPSAPMKNLIGARSLSHRMDPELLLRAYRRRMNYLQKY
KEFEVITFVPPIASHYNKSIAEGGSGGRIHYYFQ                                              
>Ncra_1312NCU01442                                                              
MGASEENKGGMVCPFCNWESTTTDEYAIMLHLETNHAEGESPFVVADKPAEAKGGHIPEKEEDPHYIECPAKDCGEVLLA
ADLGYHLELHAAEQGGSASSETETGSPIITPSAPSPSPKVQSPPARRPTTSTRTPPSHSSSSSPRPSTTSSSSKAHRGET
EGHRRGERKDDHHSDRNRDSNKSKSIWRAFFGIHHPRRSSDAPSMSPKPPKKRHKEKVSERLAERASEGTAKVMRGTRLG
KAQLGKYAHEEQMPDWLVKHLEKGLYVKAEGIIPVLAQLFEQCSSTRHAFLCHPSTNHVSKLKREGGFCGYRNIQMLSSY
IIGTKYPGYQHFCEGIPTIFNIQEMIETAWDHGINAQGRVETGGIRGTRKYIGTPEAMAMFRLLQIPFDVQAFKNPEPGH



SEKDLLDMVERYFQTGISVPEDTALTTQQIKKVWQTDLPPIYFQHAGHSMTIIGLEYDKSDARNLIVFDPMFHDASNITK
HVGRDVHVHHHLHPLAANMALNPYRRGSKYLGRFREFEVIRLRPRPEMNA                              
>Cneo_XP_573026                                                                 
MPICPVCDSSIDADQAAFEHHVNNHFVESAGTSSIGKETSKEGSMKRGREESLVAPELDICPACDFPLSFLTPIESQTHL
ATCLSGQEIEDDVEFDYSSIDITAQQQRDNDVIDKEWDGPARPGKWTGWVGRKVEKGDRWWDPLNGSTVPSELPSNFSPG
VIIILAAALRTSAHQGKTRRAVLCRDTAHIKGVWKFDLGWGCGYRNALMSLTSLLSVPSYAPLFSKSINGAEPGVRRVQG
WIEEAWEEGYDPEGKQQLGGTVLGRRKWIGPSDLYAMFTYKGIPCIIYDFPKPPSAKDDSKAAYARLQQWVKDYFNESTE
SPSNGSAFDVLMRSGENGSGRGEVVRVSIKFPLILQHSGHSRTIVGYEENARGDVNLLLFDPGKTMPKDIRNAALTHLAK
SRAQALPLINTSLSTSGNDNAGNDERSRRPGGLRKKSSSQSQLEKTHESVPFSPPFTNGRAEVIYDVDRDKNTSGVESQT
VEHLRGGAQDGSDQGGKSPSTAIPIEDDEEITPSGWVRKKRALKSKISSPSSTSRTLIDPTSPTQAIKTLNHFRVNLGNL
SKHTQYQILMFTGGPVLSDSEKERRKIVSSTVIR                                              
>Ccin_CC1G_05168                                                                
MTNSIRCEICHDDLKELTVQLRQLHYEQHFEEGELSGIAASPSPTSPSTSTSTSSKIAKPKRWLAKPRKFFKENDVFWYP
SQEGRPPPNYTPGIDPPPLFLVQVFDTDAPRSHTASKETVFIQHEAWDMTWGCGYRNFLMACACLMVHPFQPMYFPLLDD
PVPPSVRNLQGWIEDAWDKGFDTEGKAQLKHLVGTRKWIGTADLWVAFSSRGIPAELVDFTDASNVQMVIDWIVNYFSPP
ESAGQGSRNAFQALVSTNPVTVTDKPPIILQHAGHSRSIVGYEVNRQGEVNLLAFDSGTCLPKEIREMALSLHKSASDDN
DKENNKRKMNLEVSSPNPKRQRSCKFEDDEVVIVGSTVQGDDDEIIYTGSNSPLKKAEGSKSGLSGPSKSNTPGGKTFDY
KGIVRHFRLGSKKLGKNKQYQILYFPMTEPLSDSEIRSRKVVTSTKIC*                               
>Mver_MVEG_10751                                                                
MAEHMDRHLAEQLQSGKARESTTSKRPIEDEGQSQNKRGKSASGLTYEPSQKPPQEPSERKRTGQTTMDGFINSSSAKLP
LVSFSRSPQFTFVSDKFPVAGTFSLIPKARMLLETSLSQGVTKIAYLADPSVAFFQGDRTDWGWGCGYRNIQMMLSYIVQ
QQCSTSQNCTKSPSANTGISTNDPPIIPTIPQIQQQLEYAWSLGFDPVGARQLGHKVEGTKKWIGTTEAWSVLSSLGVRC
SILDFHTPTGPGGTHPAMMTAVYNYFRAPPWSPLSSPSSTNLPPIEVPADGTRIIQTAKPPLYMQHQGHSKTIMGIEILE
SGTANLLVFDPGRWLHKAIPDLREVSLSRSRVSLDGSSAKVDGDLWNAQYLLKAFRVEMHSRNSKSQYQLLGVSGLYNDT
EDRTRHDNRVVLQLLKQNAALSIGWDDQEYETSKDVTSIRVP*                                     
>Pbla_Phybl2_165144                                                             
MVSAESSQINDDLCTKSRNRIEQDLHVWDSIEELESGRRMVGVLNQLDHYFNLHKAPTTTVYMCSHQIDYIKSRLANVGW
DCGYRNCQILMSFLQKNRILKRIGDIAQLQICLEKAWDQGKHQDYDTVGAKLFEKDVYKTTKWIGTTEVHTLFSYLGIRT
TILDFSQPSGPNQQHGFLLDWIQSYFSTNEAPPLYLQYSGHSVTVIGIEITRKKRSLLLLDPQRHWFRAFSSNKTPSFFK
RPFRMHPREISRNPQYQILVLGKVTDKRNQEANTSDTPGSLVWQPDYLLTDIERDTMKVVSTIRVI*             
>Pbla_Phybl2_144382                                                             
MYNAQLNPANSKNIVPRNDFQSHMVNHQADRNQILSERPETLNNAGLSPKKREKPWETAREDEEKEGSVDMHVDKKHGSI
NPISKARNRINKDLDLWNKLNALPKSVRTPGVIPRLKPQFVSVNKKISTTAVYLSSKYTDHISTGSMDLGWGCGYRNCQM
LMSFLERQQEDNEPVIKHVIHISGLQILLEEAWRQGFDLPGASQLDHHVYGTEKWIGATDVYTMLVYLGIRCTIIDFHRP
SGLNNAHDALFDWIQGYFENAIKKPESSKPVQDATSSTSSSTIFYLTDQPPLYLQHSGHSRTVIGIEMLKDGHRNLIMFD
PGRRMLRSNRKGQIHSSMPIEDLTRDSLESGSPEPSCGGSSNESGSQSDVDPRTDLENITSNAGSNNNCSAGNNTRVLSN
YSPVIPDGLLRPVRVDSKTIAKNRQYQLLVLGEVVDDRPIGGTIRWSGEKGYLLTEREREVMKKVTSIRAL*        
>Mcir_Mucci2_80542                                                              
MTQTITRQAKASEDVKVSLKRKETDKSVAMEEPSKKQKQSTFVRSRINADKELWDKVSILKQDCRTAGVIPRLEPNFRKA
DTLSAYLCSPLTDHLSTGFMDLGWGCGYRNCQMLMTFLERQKQDGEPLLKNVLDISGIQLLIEKAWQEGFDTLGAAQLDH
HVFKTRKWIGTTEVYTLLAYLGIRSTIIDFHQPGPQHLHHELMDWIQSYFMDSTSQKKSTKTVCITNRPPLYLQHQGHSR
TVVGIELLKSGKRNLIMFDPGRRILRSYRSSQKEPAVEPEEQHHNDEENDNKDHEDDEEEEIDILNHDDSKDASLSKRFL
ARFKHTPLPSSLLRPFRVDDKSIGKHKQYQVLVLGQVEYQNGKMAWDSNKGYLLNEDEREKMKNVTSLAVM*        
>Rory_15154                                                                     
MKESINVTLKRKDFDDEAIDTKETKRHLTNPPYRSRINSDQDLWKTVSVLRQDCRTSGIIPKLEPNLKNEDTQYAYLCSD
STDYISTGIMDLGWGCGYRNCQMLMSFLEKEKQDGDYLLKQVIDISSIQLLLEKAWQEGFDPLGAKQLKNHVFKTRKWIG
TTEVYTLLAYLGIRSTIIDFHQPGPQKLHKDMFDWIQSYFTSNITTKKGKKVYTTHRPPLYLQHQGHSRTVVGIEILKSG
KRNLIIFDPGRRMLRSFTKKRINYNEDTESSNEEEEEPEQEEPEQEEDEDEEEDEEIDIMNDHKTISKPKILFKANKIQ*
>Spun_SPPG_00538                                                                
MGQWEPCPVCDFPFEIGDPQFEVHVNGHYEAEETNQVVAAQHLVTNVSSASDVPAEDSTLRATRPNWNGNATSSHTNLDQ
RQGPQTTLPSPTPSVHIQRLLYRELSAYWKQPLPKRQTKDLRKGGEEPAKSASDGRMTPGIIPKLTSLLKDNAHAKVQSK
NSLNQTKLAYTCHSSVIHYEGSIMDRGWGCGYRNFQMLLSSLLQMPPYRDLVIASLQQDCDPRSECLRVPEIATLQSMAE
SAWRAGFDQMGASHFSGRLVGSRKWIGATEIAATLLWMGIRYKRNKDDATIWVIPTFDIRVTVYDFHRPSGSDGKHHAVL
DTVEQYFREAAQEAVAQQSEGLKRFGFTSTSERAIITSSEKPPLYFQHQGHSRTIVGIETLRSGVRNLLVYDPSNSVAED
LRSPLSSSPMSTSSCNAKGLPKKETNSLSGTPIPFGTTQRLLRSYRVGLEQLAKHTQYQVVAVTGVGWNSEAERERGKIL
TSQRIP*                                                                         
>Ttra_AMSG_09692                                                                
MANAYSLRSIIILDWADALGLSDGDDDESQLVLDAVLVVDAEALNAVMPHTIGVAPSLLPDMLGDEARLPWSVLAVAPKH
GISVADWSAEVLLPALAERMPRPGAVLAHFSPAVTGLDYPVAMEMAVPGASADCMGQLSVSAQVARRVLARESQDPGEVA
RRRAAHELLGLPLTSRMFDVAHAMTASGSPLVAGLDDGAGPSDELPRDADISQVLVDVHTGVRAPKGTEVACVDGSLAYF
HYGVGRVNDAGWGCAYRSLQTLASWLVLNSYTQARVLSIREIQEVIVAAGGREAEFIGSSQWIGSMEVGTVLTAHYGVVY
KILSVPSGAHVLDYVEPLMAHFAQHGSPVMIGGGVLAYTLLGVAVPASGGEAKFLILDPHYSGQENAGTVRKKGWVGWKD



ASLFKADAFYNFCLPQTPAKIPTF*                                                       
>Ddis_XP_639276                                                                 
MTIIEYNNNLEDYDPLLNESGHYFLYGFNNTIVYSIKFQQEQEQEQQYQAIFPRCSQISMIGIHKTLTVQDLQRNGGEIV
VKLNDHKILTNEILKESIEFLKKQLYSSPTTRPFYILSFTIINETEEIVEKSPILFFQVLSKDLDTSIPIDISETKKIET
SLITEELKKSFNLVNIKTIKPCSLNIISNIFNNNNNNNNNKNDNIYYRCENLGDSSTPIIFSSNSNNGSLEKKLNQYIKD
NSKSSNNNNNNNNNNNNNNNNNNNNNNNNNNLEISSTFEILFKITKSIDSLDSITTPILSLNLNDGDEDDDNDDIMISTL
CLLSKNDSVLEGLNIIKQSIIQQVNNVNKIKNFKALHFQLPFLPFPITILFKKEDKKENSPTQVNDNDNYEIRKKYHTLL
GLPLNRPFLKSNLSLNLNNKLIKHQQQQQQQQQQQQQTHHIKNIHNNVSMESKTNGNIYLVEGSYDYYHYQQDNFDDNGW
GCAYRSMQTICSWLRYQGLTNNSVPNHYEIQKTLVDIQDKEPSFLKSKQWIGAFEITLCLDHLFGIESKILNITTGSDII
YKSREIAKHFQSNGSPIMIGGGVLAYTLLGIDFNESTGETRYLILDPHYTGATDNIKLIKDKGWCGWKGPDLFRKDAFYN
LCMPQIPNDL                                                                      
>Ppal_EFA77805_1                                                                
MVFKYSSLLKDIDLNDVVTLVNIYGKTPLKTVALVLNTTTCLKYEDVVFPFGNKNKEELTNDEIAVQWQCRNLLCEVLEE
RSFRQLFKQNDLDCELLSHDISSIDLIWLKINLALVEKSDFPNELYDRLKNPNQINRYPGMPQALNSKHLLAKNIKEMAE
RFGEEEFSFHPITFTLPEDYYSLQQFAEQNPKVNFISKPKFGGRGIGIHLYSNVNQIENDPNYVIQKYIPNPFLIDGKKF
TLRLYVLVTSLDPLIIYIHNHGSLKFATIDFTNDKSTFNDLNMSMHITNQALNTDLSSYTFSTDVNVDDVGSKWSLKAFW
RYLDNNNLYPSTLLWKNIKDVVVKTIFSAEPSVLEKTKELMKSDSVGFQLMGLDIDLLDNFQPIFIEANMNAQLGFAKSP
FDNFNKLEFIRETFDMIGHTIYNSTTIKEDIKSKLLEQKSELFVDQSMNNYHIDEQSLDKLVQFEFEIYYSNQLFRILNN
CDEAVKKLVIVGLQKNEDDSDNTCILAMYPLDYDTLLNNPTLLNIVIPGCGSSLYLVGTLFITDSDNENEKWNDRDSQLS
KLIKSTTTTTTTTPTTTTSINSNQFIHLNIDNNKKSIVVVDSGDNNNVKLESKSVGWLAEQIKSSYTLARVTDQVSCENV
NSIDESNISLLNKPSRSILSNNQSKSAAEQWDKLLNQSSLSNNKSSNNSSTTVDFQLLIKQSSNNNKDITELFAPTLRIS
NTSSSLPLTLATHTIDINTLTYLPKKQPINASQLFTQIVQAIKLQISQSSTVNHKVYHFQFNHLIPFPISVSYELNKYGE
VNDDQQRDKRMMYHRLLCLPLNRPMIRSTSTTMMDTQSSSCVVGVDNKQWTSHIKDIHKHLDCNSKFGGKVSLVQGSYDY
YHYKQDNMNDDGWGCAYRSMQTICSWLKYQELTMRSVPSHWEIQKTLVDMDDKKASFYKSSQWIGAIEISLCLQNLYNVN
GSDVILKTRELARHFERDGSPIMIGGGVLAYTLLGVDFNSETGESRYLILDPHYTGDPENIKLIKEKGWCGWKGPELFRK
DAFYNFCLPQLSTEI                                                                 
>Acas_g2409                                                                     
MLVGSRALDALDHHAQAIKQRKSAKAPSQNATTNALDYGVGWLVGPTSAEALINCIACTEFANKELVEAGGNVDLVANPP
NWEEESKFVASVLPQGLSARGLYFCFVDDSNVEQREALLNRFFEKNAQALRSIFAANAAAGSTSIFVAAKALHPTEEQQD
EAHARPAFYRLALGQDAASPSLEQVSNVEVAKAGQVLRDFGLFRTRLSLPVRASDLGALQEQVEAIEAQINGDGAHFLFP
SGADKGAALALLNRTTNASFPAKEFQSKAKATNKLKPTQLFPSVFRERHHRTTAQVPTAVEVKLYTSRSSGGAKVAAPVL
SYAPAGSGGATETQIHYDLELDALAYVPLSQTTKVSEVLNSLAASLTAQLRQAAAFIRQLSASATPSTFNKMRAYHFCPL
DLPHVITLIYPVGQYGWEDYLGTEREARPSVYGSFRQQLHRKLLLPLDRPLLKSTNSLLLDPVPPPAEGASLHLRDVHRT
LGPSGVGGRVHLVDGSYEYYHYLQDNFDDRGWGCAYRSMQTICSWIRIQGYSQLPVPTHREIQRMLVDMKDKQSSFVGSR
EWIGAIEIQMCLDKLYGLSCKILRVSSGAELAYKGAELAHHFDTQGTPVMIGLTRAPVKFLILDPHYTGADVVKSITKDK
WCGWKDASLFRKDSFYNLCMPQRPREI                                                     
>Acas_g5878                                                                     
MEDYASRQVVPGCRPYWYCCDEEDDAGWGCGYRCCQMLVHQFKRKKQDESREVTLPSIRQIIDRVNDSLGKHGDEEAASL
PTLKWGDWMTLEHIIRFFQTTPDLTNGFEYFIFERLDRRQGLVAKLEDHLSRHNSLIIAEGTGMIFCIGGLRRSTTATST
DDAGDVQLYILDPHGPPSSWSGSESDEPFRFKGGSGWIGFYPLFFGTCLDEFFAAFPERKTEIDAATIDISHKKKEELYA
DVMDICGGWRFLFIHPSC                                                              
>Acas_g9893                                                                     
MRNDSRINSPGTNKAAQGGDGSFIGWSSPSKPMKCPLPDCTCVIRPDEWEEHLQLHEIESALRQGEKERHDKREANDFDL
LQRYNGGLLEEAEMYSPVDSPSLSAPSPTQSSSVQKGAYVKQYIRSLERDCGAHRLSLVEAFKKKDKLMQLMQGPDTETL
TPGNIQMMCSGLMSNEVYKAVLFEGKGHIPSIPVIQAFIEQAWARGYDEEGAKQLGFSLSGGKKWIGSMECAALLRSFGI
DCTVVDFFRATGPDGTHPELLNWVWNYFSAYYSSPSSPPCPDKSNHTNTTLDSFFLQPSSSSSSSSSSAPPSLYSTSSIP
SGAHARPERNTRLLSDVAKNLESSQRTHMGRRPSGGSSSSSPSLYSSTFVPPIFLQHEGHSRTIVGIEKRKNGTLHLLIL
GTPSPLRF                                                                        
>Atha_AT3G48380                                                                 
MVPSSETATVRVLCQKLLLSPNHPGTLQWLIGSPFFPPFTVVSTFRCIHHSPDFQQESDDLRKLLPKGFEVIGGLIIGDS
DAEKSAFEAVRAARRLRKHLSEGGELDDEKIVGASCDVGTGTIHFFISKSENTTKLEPVGSVVYEDKSGKYLWENGCLLH
CELPIKLPFYYPASSPSDSKEKFSDAIDAVITQFKEPYVVYIAETLKKASGGVPKPVVLRGKDLGFGADASNINRLPSAD
QVSDIKMLSCSHLCLNNKTAPAVNSAENADKIHISVLLNRSEKLPTSGAPVAEYFPAMEEARLIVVDLNLDVLTYAPKDL
PLMHAVSNLVIPALVDQLYSLKKIILPHLLVEHPQLRIYHFNPPGVLHPITSMYELNYGETEMKQVDVRKLLHLRLGLPL
DRPLLRIANALDLSVNDDSKSNMNRRGSTLLKDVHIGIPSSGVSEGVASIIQGSYEYYHYLQDGFDDSGWGCAYRSLQTI
ISWFRLQHYTSISVPSHREIQQTLVEIGDKDPSFVGSREWIGAIELSFVLDKLLGVSCKIMNFRSGSELPEKCRELAMHF
ENQGTPIMIGSVDQSLMRFKETYKKDPFNLLNFVFGDCAFLILDPHYTGSEDHKKIVNGGWCGWKKAVDSKGKSFFLHNK
FYNLLLPQRPNMV*                                                                  
>Atha_AT5G24680                                                                 
MSALCPVCNLTLPLSLIQSHVNSHFEDDEINPQIETDHHLALQLASDDHSSDDPSSSSSASSSNNVASLVQLQTKSQFYS
VGHGGLICLLRNCLESELKLKSKPLECSTSLLSGFVDHFQSSKEDKGWGCGWKNIQMQCSHLLSHREEAKRVLFGGSNFV
PDIPSLQRWLELAWNKGFDVSGALHFDNRICGSKRWIGTTECAALLRSFGLKARIVDFAPEKSKSMYLSVPGSAIAPKVK



SYGPMDRYMVKKGGSGKGKAVDSHSSNSSRISKGAVLMEWVWNYFSDNRLSVSSGVHITNKGPLYFQHEGHSRTIVGVQR
RLQGTTFTPQYNLLILDPADFTRAIEIALIEKRGWEGYLKRGAHTLKCPEYQMLYVDNGIADGEELEKLKTIDSHFVEF*
>Mgut_mgv1a002577m                                                              
MVVQIDDGIRILCRNLVISKKEAGFQWLIGSQFLPSLSIVSTIRCLHTLPSDPLSPHLPDESDEIRSLLPRGFEVIGAVI
VHDKTDVKVEKIAGDAISAVRNFRKARYGNDNEDRVLIGAVLDLNNACGEGDVQFFVSRTGNSRNLERVSTVVYEDQPER
EVWEKGCVIRCELPLKLPVYYSLKNPTDVESAYVRAIEDVERKLRDPQVAFIIESQNKTSSGGPHPVILHGTQLILPEEL
PENAFIIESDEESLAKSLPCSYFFSETKDTTSITSFEEDADKIQVSIMFNRSRSSGEPAAPIAEYYPALGEAKLLVVNHK
LEVLSYATKDLPLTRMVSKLIIPGLVDQLHSLKKKFLPDLMMQHPLLRPYHFIPSGFLHPITVIYELSYGETELKQVEVR
KSLHLRLGLPFDRPLLRIANAINLSSSKDDTRDKSNLKGSYLLKDVHHGIPSSGVSGGHVSLVQGSYEYYHYLQDGYDDS
GWGCAYRSLQTIISWFRQQHYTSIDVPSHREIQQALVEIGDKDPSFVGSREWIGAIELSFVLDKLLGVSCKVINVRSGAE
VPEKCRELALHFETQGTPIMIGGGVLAYTLLGVDYNEVSGDCAFLILDPHYTGNEDLKKIVNGGWCGWKKAVDGKGKHFF
LQNKFYNLLLPQRPNMV*                                                              
>Mgut_mgv1a007512m                                                              
MEISSCPICNLSVPSLELQRHANEHFDDEDYSRDFEFARIISIAPPSPPPIAENSLKCWPSSSRCDAKTTDCSGNIDAEK
YASLVLSQNKEKFYKVEGNLMTMLRKCLELEWGNSSSILCGHIDHFQSTEWDIGWGCGWRNIQMLSSHLLSQREEAKQVL
YGGSGFVPNIGSVQRWLELAWEKGFDTLGSNEFDQKIHGKRNWIGTVECAALLRSFGLRACIVDFVDKDCELDTSVACVG
FGKRKISQIYGPMDSFLSKGKVDLSPRVSSGNEGCKQVDGLTEWVWNYFRGNNASISSGNNRVAISEKTPLYFQHDGHSR
TIVGIQVKHQKNGKKQYNLLIFDPSEKTRNLEESLRNNVGWQRLIKRGAHTLRKSMYQLCYVDPGIARGQELEKLKIIRG
TRHEF*                                                                          
>Acoe_011_00373                                                                 
MEIENQRNMIRVLCRKQIITNKEKPGFYWLIGSPFLPQYTIISTFKCLHFIDSPNDSLSPDYSNESDDLRTLLLRGFNVI
GALVVVVENQNQNWEEHTRKAIESTRRIRKLLCRGDERLDLVGAAADLSSGDIRYFICSNGSSSKVESVSNVVYEESPEK
FVWEKGCLLRCELEMKLPIYYPVNKPSDSVGVFSSAVDAAIAKLQNPNAVFTIEGSQAAFDGVSQTTILRGLELDFRKDL
SDIKLSKNTVEESGGKTLFCSDFCSENKTLLSFIARESADTIKVNVFFNHSRNSENSSAPIAYYFPASDPSKLVVVSFKI
EVLCYALKDVPVAYAVSLLIVPGLGDQLTLLKKAFMPNLLKQHPQLRPFHFCPLGFLHPITAIYELSYGETEMKQVEVRR
SLHLRLGLPLDRPLLIVANALNFATNKGVAGSNSMRNASALLKDVHREVPSSGVSGGLISWVDGSYEYYHYLHDGFDDSG
WGCAYRSLQTIISWFRLQHYTSTEVPSHREIQQALVEIGDKDPSFSGSREWIGAIELSFVLDKLLGVTCKIMNVRSGAEL
PEKCRELALHFETQGTPVMIGGGVLAYTLLGVDYNEASGDCAFLILDPHYTGNDDHKKIVNGGWCGWKKAVDSKGRNFFL
HDKFYNLLLPQRPNIV                                                                
>Acoe_041_00066                                                                 
MSSSSSSSACPFCQQILPISELEWHANNHLVEEEFQRDLELAHQIAIDPTSPHRIPDSETKDASYSRRFCEGSSGSRVSA
KTSDHGAEHIHEQISCLFLLQLRSPFHKVEGGLMALLRRCLELESRDTVSIITDHVDHFQSRDSEDSGWGCGWRNIQMLS
SHLLVQRPEAREVIFGGSDFVPDIPSLQRWLEIAWERNFDIEGSNDFRNEVYGSTKWIGTTECATLFRSFGLRARVVDFG
NKEIESLVSVDGANPRDKIVGRNRGKKKKGRVFGPMDKFLTNSQFSQVNSIGHERSEYVDTHNVDVSQASTHKNNGTIND
PTKTKCTPRNIRGHQVLMEWVWYYFSDNRFNQSDKLQPVIVSEKTPLYFQHAGHSRTIVGIQVRQQQGMPKQYTLLILDP
GHRTEALERSLRERVGWQKLIKRGVHTLKKPQYQLCYIDPGIANTEEMEQLKTMDSVFFES                   
>Bdis_3g00940                                                                   
MISSCPICDKQVLTAELEWHANSHFEDDEAQRDMELAQLAAVTELSTSVTDVPQHSMRSFSNDSFTQGASSSTIRGSSPY
GNVLDEQISCLIGAQIRSTVQKIEGGVMNLLRSCLESEGGSSTSIISGYVEHHQSLSSEDKGWGCGWRNIQMLSSHLLKQ
RPEAREVLFGGHGFVPDIPSLQRWLEIAWDKGFDTVGSSHFHNKVYGAKTWIGTTECVTLLCSFGLRARIVDFDSTESSG
QQTKSGKRVCGPMDKYLVKTNSSCELSQEDAENMRGQQVLVDWVWNYFTSKRSDILHNSKNVTISDKTPLYFQHQGHSRT
IVGIQRQKGYRGSQDQYNLLVLDPGHRTADLERSLTIKKGWQRLVKRGVHTLRKPQYQLCYVDPGIASLEEMEQLKTIDS
ILIRF*                                                                          
>Bdis_4g39067                                                                   
MEAAAASSRRRPALRLLCPKKSLLSSTSPSLRWLVGAPRVLEPVTVTVALRCLRSLSDHGPFSPDLPHEADQIRGLLVRG
FDIVGGLLVGSADFESDAGRALDLALALRERLFGERASHGMVGGCVDAATGEVRFRVAESDGSEMVEVQEVVWEDEPGRL
LLEKGCLLRCELPLQLPLYIPSDDMSGIKARFSSLIESTAANLRDPCVSYLVEGPTATSDGSRKSVILHGNDLKSVSHLP
NLSANERSAKIGSCSEFLPTKRYDLSLTRENADVIQITVLSNQSVNSSKAGAPIPVVKYFPAPPSTTLRVINLKLDILCY
TSIDVPVAAAVSELVIPGLADQLSIMRKAIVSELLTQQPQLCPYHFIPPGLLIPVTAIYDTRYGEIEEKQSELRRNLHCR
LGLPLDRPLLRISNAVTFDGIGGRDKSSSRNGSSLLRDVHREIPSSGVSGGIVSLIDGSYEYYHYLHDGIDDNGWGCAYR
SLQTIMSWYRLQQYSSINVPSHREIQKVLVEIGDKDPSFIGSREWIGAIELSFVLDKLLGASCKIINVRSGDELPEKCRE
LAVHFETQGTPVMIGGGVLAYTLLGVDYNEASGDCAFLILDPHYTGADDLKKIVNSGWCGWKKSVDNKGRSFFLKDKFYN
LLLPQRPNMV*                                                                     
>Sbic_04g000645                                                                 
METISSCPICNIQVLTVELEWHANSHFDDDQLQRDMELAHQMALAESSTDTMVINDPKRYSGSFTSDSNTLGASSSHSGY
SRHHSELLDEQISCLVRAQIRSEVQEVEGGIMSLLKSCLESEDGSSTCMISCYIDHHQSLSSEDKGWGCGWRNIQMLSSH
LLKQRPEAREVLFGGSGFVPDIPSLQRWLEIAWDKNFDKIGSSHFHNEVYGAKKWIGAAECATLFRSFGLRARVVDFDST
ESSDLQSKNGSRAASQVRGPMDKFLTKNDSPKSSSELCREDAESMRGQQALVDWVWNYFASGRSDRLATQRVTVSNKTPL
YFQHQGHSRTIVGIQKKMAHRGFHEQYSLLILDPGHRTAELERSLRSKKGWQRLVKRGVHTLRKPQYQLCYVDPGIATSE
EMEQLKIIAGILVRF                                                                 
>Sbic_06g015870                                                                 
MDASAAGSRGGPALRFLCPKISLLSPPSRSLLRWLVGAPRVLPPFTVAAVLRPTHGDHAAPDLPREADEIRGLLPRGFDI



IGALLVGGGGSDADVTCALEQARVLRELLFGVAASHGLVGGHMDAATGEIRFVLSESGGTDSVEGSVVTWEDEPGRLLWE
KGCLLRCQLPLKLPLYLRPDVNSGIEERFSSLIESTIAKLRDPHVSYLVEGPITSSESHHSIILRGDDLSFDSHTHGNSR
KNNCTTSIVSCSEFFTEKRYNFSLTRENADAIAITVNQSASSLKPGTTPVVEYFPASAPASLRVIILKLDILCYTSIDFP
VAAAVSELVIPGLADQMIVMKRIIASEITQQVQLCPFHFIPSGLHVPVTAIYNTRYGEIEERQSELRKELHIRLGLPLDR
PLLRISNALTFGSMGKRKKSMPRSGSSLLREVHREIPSSGVSGGVMSLIDGSYEYYHYLHDGIDDNGWGCAYRSLQTIVS
WYRLQQYSSIDVPSHRNCILQVSCKVINVRSGDELPEKCRELARHFDTQGTPVMIGGGVLAYTLIGVDYNEASGDCAFLI
LDPHYTGTDDLKKIVNGGWCGWKKSVDSKGRSFFLKDKFYNLLLPQRPNMV*                            
>Osat_LOC_Os02g01710                                                            
MISSCPICNVQVLTAELQWHANAHFDDDQLQTDMELAHQIALTQSTPNPLLLDTHQECNNLFAGDPHAQGASSSIAGSSS
LQGSVLDEQVSCLLQAQLRSNVQEIQGGVMNLLRACLESEAGSSTSMISGHVDHYQSLSSEDKGWGCGWRNIQMLSSHLL
KQRPEAREALFGGSGFVPDIPSLQRWLEIAWDKKFDTLGSSHFHNKVYGAKKWIGTTECAALLRSFGLRARVVDFDSTES
SGPHSKNGKHAPKRVQGPMDKFLIKNVSPTSTSSELCREDAENMRGQQVLVDWIWNYFASRHSDNSDSSRRVLVSDKTPL
YFQHQGHSRTIVGIQKQNGQHGNQDRFTLLILDPGHRTSDLERALRSKTGWQRLVKRGVHTLRKPQYQLCYVDPGIASSE
EMEQLKTIDSILVRF*                                                                
>Osat_LOC_Os12g18760                                                            
MEATAGGSRRRPTLLRLLCPKKSLVSPPTPSLRWLLGSPRFLPPLTVAAALRSLPDGASSPDLQREAEEIRGLLVRGFDI
VGAVHVGSADAGGALELARAVRERLYGERASHGMVGGCVELGTGEIRFVVSEGDGVEAVEVTEVVWEDDPGRLLWEKGCL
LRCELLLKLPLYVPSDDTSGIEARFYSLIESTASKLRDPHVSYLIEGPRTTPGESHYSIILHGNDLNSVPHLSRNGSTEE
YDANIVSCSKFFPAKRSLSLTRENADAIQITILSNQSFNSSKASTPAVEYFPAPALASLRAINLKLDILCYTSVDFPVAA
AVSELVIPGLADQLSIMKKAIVSELTTQQPQLSPYHFVPPGLLIPVTTIYDTRYGEIEEKQSELRRNLHLRLQLPLDRPL
LRISNALNFSIGGTDKKASKSGSSLLRDVHREIPSSGVSGGIISLIDGSYEYYHYLHDGIDDNGWGCAYRSLQTIMSWYR
LQQYSSINVPSHREIQQVLVEIGDKDPSFIGSREWIGAIELSFVLDKLLGVSCKVINVRSGDELPEKCRELAIHFETQGT
PVMIGGGVLAYTLLGVDYNESSGDCAFLILDPHYTGADDLKKIVNGGWCGWKKSIDSKGRSFFLKDKFYNLLLPQRPNMV
*                                                                               
>Smol_XP_002982399                                                              
VPTIAALQQWLEIAWSKGFDSDGAEHFNGAIYGSQKWIGTTECAALLRLFGVRARIVDFKALTRTTGGKDYNHQRLVDWV
WNYYTEEDRDHVENRQPLVIISRRPPLYFQHQGHSRTIVGIQRRRKLGGPEEAFLLVLDP                    
>Smol_XP_002966562                                                              
VPTIAALQQWLEIAWSKGFDSDGAEHFNGAIYGSQKWIGTTECAALLRLFGVRARIVDFKALTRTTGGKDYNHQRLVDWV
WNYYTEEDRDHVENRQPLVIISRRPPLYFQHQGHSRTIVGIQRRRKLGGPEEAFLLVFDP                    
>Smol_XP_002988419                                                              
MDEALLGERGIQARASRSLMDSKRPRIFTVLGVLPRCCFYHRDRGSWSQDHRCEGVSGAIANTIASERRWRPDLRGGQRR
RAARSSEGMRLRGADLALNLRFSHRLFIVSGGEHYTFMKEPSHREIQATLVEIGDKDPSFVGSKEWIGAIELSFVLGVTS
KILSVRSGADLPEKSRELAAHFDTQGTSVEVKHRGWSPGIYITWRGLQRTYWREHFSYSGSSLYERRGPQEHPEWRLVWL
EEGREQLVHLWTRAQRLWSRLQSPRNSHCESPDWSILQATSRAKKTVGEELRLVVVSYIRPEANFSLLEDLINKIHEDGH
IAKAALDMPPYSAFQEDKFLQYFDPIWRAVLNDWKQPCVWIGVACDSSSSSKTFTLSQAREASH                
>Smol_XP_002988361                                                              
MFYVSSHLLFIVSGGEVSVIDGSYEYYHYLQDRMDDKGWGCAYRSLQTIMSWFRLQHYTSMKEPSHREIQATLVEIGDKE
PSFVGSQEWIGAIELSFVLDKLLGVTSKILSVRSGADLPEKCRELAAHFDTQGTPVMIGGGVLAYTLLGVDYNEFTGESA
FLILDPHYTGGEDLKTIRSGGWCGWKKAVSDTGREFFLRNKFYNLLLPQRPQAV                          
>Smol_XP_002979717                                                              
MDEALLGERGIQARASRSLMDSKRPRIFTVLGVLPRWKATFGCSSRSFSGGEVSVIDRSYEYCHYLQDRMDDKGWGCAYR
SLQTIMSWFRLQHYTFMKEPSHRNRRQGAFFCWISRMGSSDRVKLCTRQTSRGDFEDTKREQIYRKNAGSLRHILARKAL
QKLNTGGGVLAYTLLGVDYNKLTGESAFLILDPYYTGGEDLKSIRSGGWCRP                            
>Smol_XP_002979707                                                              
MAPAVRVLCDLAKQSQENAGVAWLIGVPWMPWTIVSSIRCLRYKDGDPDYAAEEGELRILLPGGLEVIGALLVGSDAAKA
CAVATKIREALNLVSSNDIVAATRSISSDGITFFSQALQPIEQSSFSSKEFWESTALLHCQVELGLSIYTSSGTSSDLKK
QLDGKIRDLAESFTSSTTVCIMEGSSRRFLVRSQANEELQSVFPDSALFDSSIPHPLAVKLLTQQSKQTDQVIAPVGHYT
PSAEGTLLHTATVSLDVLCLVSRNSALHKAMNTITRALTIQLESIGKALSARNTSLQLRPYHFKVPASVHPVTAIFDKNQ
LERDSVDLRKALHSRLGLPLDRPLFRVANALTIRGPQFISNRIDGKRLLDVHLGLPRCGISGGEVSVIDGSYEYYHYLQD
RMDDKGWGCAYRSLQTIMSWFRLQHYTSMKEPSHREIQATLVEIGDKEPSFVGSQEWIGAIELSFVLDKLLGVTSKILSV
RSGADLPEKCRELAAHFDTQGTPVMIGGGVLAYTLLGVDYNELTGESAFLILDPHYTGGEDLKTIRNGGWCGWKKAVSDT
GREFFLRNKFYNLLLPQRPQAV                                                          
>Php_XP_001778538                                                               
MAMAMAKESSTHTLRVLRGAEDGLRGVEGIAWIIGMSHPALTVLSFLRCLHRNDAQPDVVAEAGDEELRVLLPRGLEVLG
AVVLNKGGGKLSSGGRIALELREKLEVPNRDNGCIVAASVSSSSFKLGYSRYQAGNASSLREIDVQEFENGVWDDAIFLR
CKMQFKMPLYLPQSATASEYEEQAAGAINNMVEDLKSSKARFLAEGPDGPMLLPLSREKSSQDPVFCSSLRSSQPLLAPG
GHQIPAAVNLSVMSCSSKENNTSLLMQNLPAKSPVAVQLLKLNVDVLCVAPSHLSVVEAATSLVVPAICDQLSLMSKMAK
KNASQDSKISAFHFCPLSCPITVIYDLSYGENETALVNSRKSLHQRLLLPLDRPLLRVANALTTMESTSSSLGSRRLCDV
HVGLAPSGVSGGTQSLVDGSYEYYHYLQDRFDDNGWGCAYRSLQTIVSWFRLQQYTSVPVPSHREVQKILVDIGDKEPSF
IDSQDWIGSMEIFFVLDKLLGVQCKILDVQSGKELPNKCRELAQHFRTQGTPIMIGGGVLAYTLLGVDYNEMTGESAFLI
LDPHYTGGEDLKSIRSGGWCGWKRAVGANGKEFFHANRFYNLLMPQRPNTV                             



>Php_XP_001778162                                                               
MDLSLTLSHRPSGGNSKWNPEECEDCKGKGHVEGEGSEAGNGRLCSKRSRGPAGKQQVPGQKNKALENLEDCMKSLMISQ
IKETFVYVEESFMALLRKCLASRIGSSRIVVIRGNTDYYESKKDVDVGWGCGWRNIQILASYLLAEDPEVREHLFGGTGY
VPDIPALQQWLEIAWAKGFDAPGGEYFDWKIKGSNKWIGTTEGAALLRSFGVRARIVDFQAIGSKRESPSELRSKAGQGS
VEEDKSGSGSEEEAKEEGQITVKHQPMVEWVWNYFMSHTRNSKVSKQLKLSERSPLYFQHRGHSQTIVGVECRKVSSSPD
SEEVNLLVVDPSESAEQVIESLREGKGWEKYVKRGLQTLKQKEYQLCYVERGIAKGSELDNLKFLTSKSYTY        
>Php_XP_001775517                                                               
MEEENTAADVPTRQGNGTGTRQRNKEALQRLNLENVTRNLILRQIREYTVDIGVPLMTLLQGCLETEHGRSSIVALSGYV
EHFESRLEEDLGWGCGWRNIQMLSSYMLAQDSESKDVLFGGAGFIPDIPAIQQWLEIAWLKGFDVLGADYFDWKISGTQK
WIGTTECATVLRSFGMRARIMDFRIASSKRAAGGMRGKGGSHLDQPGELDEADDVSGNFSLLKISSSHPEECSDDINNES
DDQNSNHKYMTDWIWNYFRAEGGSFCKSIYLSNRSPLYFQHRGHSRTIVGIERSKREGSSKEEDYLLVLDPSQRTRDIVR
SLERKQGWEELVKRGMHSLNQSEYQLCYVDPGIAKEEEYESLKTLSSVRYLY                            
>Php_XP_001773096                                                               
CPLCNRNVPVVLLDSHVNSHLDAEDIERDRAFAQKIASTTCEVAKPSNRGYRGNSYGEDTKGEMSKSVTNRSMEEDVKSL
MSYQVKETTTALVKEGLMHLLKRCLESEHRVGQSTIVISGWVDHYESRHREDLGWGCGWRNIQMMASHLLMTDPYAREVL
FGGCGFVPDILSLQRWVEMAWKKGFDTPGADYFNWDIVGTHKWIGTTECATLLRSFGIRARIVDFQSIGRGRVESRRGGE
QENNAVPTRRSLASFKSPDSSTSTSVSQSRSGSRSRSRHKHIVDWVWNYFMERPDRNSSSAATVFDQLRQPIVFSKKSPL
YFQHRGHSRTIVGIEKRQRLGGMTEEINLFVLDPSQKTADVAKVLRDKTGWQRLLKCGLQTLMHAEYQLCYVDPGLATGE
EYENLKVLSSL                                                                     
>Php_XP_001762726                                                               
CPLCHRTMPVVQLDNHVNSHLDAEEIERDRAYAQKIASTRDEPMPKPKLKTRISKTDKCQYLMSCQMKEKTTVPVREGLM
HLLEKCLEADHRKGSSTIALSGWMEHYESRHREDLGWGCGWRNIQMLASYLLVADQDARDVLFGGCGFVPDILSLQRWVE
VAWSKGFDSPGADYFNWEIGGTQKWIGTTECAALLRSFGLRARIVDFQSFGSGNVESSRGEEQDSSAEPTRSSTMSWKTP
DSGSSSEPASSSRNRNDADASRHQHIVDWVWNYFMERSNKATSATSAFDRLRQPIVFSKRSPLYFQHRGHSRTIVGIEKR
WRPGVSEEVYLIVLDPSQKTGDVIRALRDKSGWQRLLKRGIQTLKHAEYQICYVDPGLATGEEYEDLKVLSS        
>Crei_XP_001693152                                                              
MEMVQGNYEYCHYMQDRFNDSGWGCAYRSLQTIVSWFRLQKYTAKPIPTHKLIQQTLVKLGDKAPSFVGSSNWIGAIELS
YVLDDYLGVQCKFLTVNRGADIPSHARELAAHFATVGSPVMIGGGVLAYTLLGVRFNESTGEAAFLILDPHYTGGEDLKK
IQQGTWVGWKQPGDNAAAGGPLFVEDAFYNFLLPQRPNTV                                        
>Vcar_XP_002953116                                                              
MAAGTHTTLTIPVTYNRSSGNGGGGSGGGGGGDGGAGASGLGGGGGIGGSAVGGGDGGGGSFPVQSAEPALIYLLKKCLE
EEAAAGGGGGRGRGRGGGRGRSGAGGGGGSYQALLCCPVQHFSATGSDRGWGCGWRNIQMISSALMLRDDRLRRAMYGGA
GFVPDIASLQAWLESAWAAGFDMLGCESLGGKIQGDRKWIGTTEAAAVLRSFGVRAQIVDFEASSRAEVAAAAPYEETGV
AAVAAPQVPPSAGASGGVGRPPSAQAAASAAHLHQPLMDWVWRYFAGQHEPTRKIGVTAAASAAAPQGVSCSAPSPVLSS
SSSVIVTGMPPLYFQHEGHSRTIIGIERRRQHRVGGGGVAVTTTLLVLDPGSPSAALEAALMQRRGWQRFVRRGVHTLTR
PQYQLLYVDVAAGLTPQGPELESLKVIAAVEKYRAAAVTAAGSG                                    
>Vcar_XP_002950448                                                              
CCFIFLLGETTVQVRAYHFLPPGLSHHLTVLYPSLEDDMERNEQRLVASRQRLHALFGLPPNRPLLRSANAVDLGPSPGD
DGSSGGGGGGGGSVVRLRDVHQGLAPPPGIGGTSVLVQGSYEYCHYMQDRFNDAGWGCAYRSLQTICSWFRLQKYTSKPI
PSHRTIQQVLACLGDKPSSFVGSCNWIGAIELSYILDEYLGVTSKILTVNRGSDIPSHARELAAHFATMGSPVMIGGGVL
AYTLLGVTFNDQTGEAAFLILDPHYTGGEDLKKIQQGTWVGWKRPGDNAAAGGPLFVEDAFYNFLLPQRPNAV       
>Cvar_EFN57234                                                                  
QDKFDDCGWGCAYRSLQTLCSWYARQHYAARPPPSHREVQAALVQIGDKEPSFIGSKQWIGAIELGFVLDALLGVSHRVL
RVGSGDELPSLARQIAHHFDTQGTPIMIGGGVLAYTLLGIEHEERSGRCSFLILDPHYTGGEEVKKVHAGGWVG      
>Cvar_EFN52056                                                                  
MGHEMDCPICNSSPRQTLEALEAHANDHFPDSSAGATSACQHCGQAVPECDLDSHALAHQLEQELAGDTAVEDAAAELAW
GGGSEDNHIHILQLEELYLDELEGHWAVDCPQNPDKQEAERRVLDPPLPQRITATQQRATPTDMSGGGGLVQLLAACLEQ
QQKWVGTTECASLLRSFGLRAQIVDFGARTGELVAAGSSSAAMMTRGAVPAHPNVECDGCGQRPILGDRYKSETLPDYDL
CAACYAKSSSVAAGPYRRMMPSAVRMPSQQQEEGSASGGSMQDQLLQWVWRYFMAGDDGAQPSSSDTAAHSLQPALAERG
PATASVNAKRQRVSPPPRVRLSGKPPLYFQHDGHSRTIVGCERRLVGQQRRAVYTLLILDPGTPGGKLAAALAQRCGWQR
MLKRGAHTLRHQQYQLLFVQPGLAAAAEKEALKLVAAVERY                                       
>Mpus_Micpu188703                                                               
MASVLVTSNVPARLAAHRSRRGGDAPARGFLVGPSSSPSDDARRAAAVVGSICAIDDHDDDDATDAAAAGDAPPPPPPPP
FAPASFLPGGLEICGAYASCADGEDAREAAEALLRSLDRDLLVASTSTSRSSPAPRGLVLAVATTDDADGVAFFLAADDA
TAAIEDVVVETAEEGWLEREYATLRCAMKVPVFGGDRRARVDALDAAEEEASSPGMVFALDLTGDDGEGDDAVAAARAGG
GGGGRGGKKGKKGKGGRGGGGGGATTARPPATIVLGLGGDSDAASIASYLSDVATDVTPLVRGGASSASASPPPAPTLTF
SGRASGGGGDAATPRAEYFARVDALAYVPRARADGALASTALRASLATRLRAMKRLSDAIGAPNVSRGVGSVASETEPRS
LHFLPPGLEHYVTVEYPLPKGDALRTSATADPDEDLERTRAKVHEALGLSLDRPRVRVANALGRRVESIAGAKGPFKLRT
VHADARVPLPPSHVVGGTQHLVQGGYDYHHYMQDGFDDSGWGCAYRSCQTLCSWFRVNAYTTAPVPTHHEMQSTLCRIGD
KPSSFVGSAQWIGAIELSYVLDEHLGVSCKIMTVSDGLDLPSRGRELARHFDAVGTPIMMGGGQLAYTLLGVDYNERTGD
CAFLILDPHYVGGENAAAIIPRWCGWKKCEDVFARAFYNLLMPQRPAGL*                              
>Cmer_CMR194C                                                                   



MLAGEAFERAEPHLASGISRLLLSQWDQAQEDRERLRDNRYAIERMLRPRRTRHACSELDIHLATVDGDGWDCGYRNLQM
LLSALVKGLVQTTHNATYSASGQGPPATPWRTGQVPNVLAIQEALEIAWSCGFDEMDRSHFYEPLRGSRQWIGTSDAAAL
LRYWGIDVRLVDSDPQFQSERESRHQSLMRWALQYYVRRCARAGGCIVCRQSGRSTARASDGDVSNARAVHAGSKRNDWI
PPLFFQYAGHSVTVIGVEIDLRRNESCLLLIDPSQGVSCGRPRIRAWTLQDLQAVQYQVLYIHECVFLDERTPMKQRQKL
SSLRLV                                                                          
>Cpar_6539Contig37790                                                           
MYLVGVGGQDAQETDRALQELARDGPRAASRLIAYTQAPDGSSRTCVACKACGERARVLLSVTSLQRGGSEKPADCQVAI
EEGSKLMQSCALVRLECRRVLLVPTTRDVPSAELLAAANKETQELRGKPLALYSEEGSSLYVPGGPNAEQTCKEFFGKDV
HQLKATFEAKTLIPLAEGDISCVFCAEASRHPFLWPSKVARVEILLDICGYFLKESTVQDMHTALFEGLLNQLSLISRAQ
SKQLKMQPRVYHFRIPPFSLLFTIIYNMKLDPAGLNGLSADETQNTGGTQYFVDGLYEYYHYLQDGMDDKALGLLQNYTS
RSIPTHREIQEVLVRVGDKPRNFLGSNQWIGAIDLSIFLDVYLGVTCKIIAVNSGAELADKGREIARHFETHGTPIMIGG
VLAYTLLGIEFNEMTGDIKFLILDPHYTGHDEVGPIQSKGWCGWKGVDLFVKTAFYNLCCPMRPEQI*            
>Cpar_17808Contig13316                                                          
MARVKRKSERSERSWLLLKRTQDNEDEDDDDCFIVSPPPAKARRQTRVPPEDEESHALAHLQEDEFERRRANERPVPFLG
GAESPRAPSASIKCDRCGAAVPARSYDEHVAGHIQEEEYGRQQRDEREAAEFAALQARYGADERGSYREQYREHIERRQK
GWKRARGDEAGQPPPPAPYSTSSSSSASSSSASASAVDAAVEAAIDGPDVETRLADVTSLLRGAYLRLAANPAARCLLAG
PCDLFTWGPGDAGWGCGYRNLQILCSWLVRLPEYRPHLFDSGEIPSLPRLQGYIEAAWRAGFDLNHRLAETRKWIGATEV
AALLRFFGFRAK                                                                    
>Esil_CBN78027                                                                  
MGGGEAQELEGVCKTTGGSIGGSSLVPTRAELKARTVAAGGDRLSTTPGLIPRIHERLLGEHNARGSGRGGGVRGNTTTG
GGSLGVRERQTFMRGWGRGGFDMSVTSDFAGGGARAATAAEWRLCDQRTKHCTQRGSHGSGFSCGYRNIQMLCSALMEWP
EYKRVLFGGSGCIPGVALLQCWIERAWADGYDPDGCAQLGGLGALMGSETWIGATECATLLRSFGVKAEVIDFESSAPLA
PAFAGEASSAQEEPEGGSKRKTPSSAPRSPLSLHPNGSTSSRAWPSGPSSLDAYPSSNGGRGVQASVAQGPVQQSIRPFL
PSSSSPSSTPRDRSAVTSWTQPGGAIIGIGGGLGGQHERRWPGAGQRLGNGGRGRGRGVAGRDGFLSDGGGRGGRGWRGG
RGGRGWGGRGGRGGAHRKNGYIGKDAGDRMGKALAAWAWEYFCTPWGTAEGSSSSIGDGDKGAELLLPPSRPPSQLREPG
GSGGGNACSGRGSGSSSRSRDAGGAGSGGTATDRRAEAWTRPPPPLYFQHDGHSRSIVGVLQPGGAGQRGGRSGGGRGRG
GGSGDGSIRGGRGSAGSGRGHGGAGSRQAACLFVFDPSHAGGPIRDALDDTQNGRWGRFLKRGGHALHRRQFQMVAVRPG
LVDAGQADAWKRIVSEKIVVD                                                           
>Ngad_06683_1                                                                   
MTLCLKSSLKTIFPSCRTSDTHASTAPRQGFMSPEDEPVGEQFSCRVVDDTLAWLSRAVREDEKGYLVGHACPGRRLPDV
LGALARRKNSETWMDDAKELQCHLPAGLQIVGLYGPSAIEDTSLPKKLQLPSPGILAGIENSSLAFRDLQGSIVGVQATD
GLSLLMADYVILRLPWSLPTHWDGKFSEECLHLYFEAVPDASKGGGRVLPVPLGHSFCSKAPALVDVFSHAAVGGATAAD
AMARRDGPDAKQRNARSTSSGKKCRKAKGAGKGGGKSQGLAGGVEAVEAPVTLDDMVRYTPIGPVLDVILLHSLSSDSPK
QSYGARMAKNGCFRHPTAMMVDSGTEGKFCGMIKGDLLVLVGADGICFPGQEDDRSDLLAARKAVHERLKLPLNRPAFRT
TCALRLAPSALSVGDEGATGEHQGPRVLQDVHTGLSRSSVADGAQHLVDGSYLFYHYLVDHVDDRGWGCAYRSLQTLVSF
FRLAHYTTVPVPSHREIQQVLVDIGDKADDFVGSHEWIGSMEVGYYLDQALGLEWRSVSAPSGLGLAERASELAAHFDSE
GTPVMMGGGSLAFTLLGVDLNEATGEVAFLILDPHYTGPEDLEVVQHKEMVLAGRKARACEWRLPASFTQN         
>Ptri_XP_002181669                                                              
MVNKAKEWYPKIGGTYRLMDDVPRGLAIAMRPVLKKRKFKEVIDLCSEDESVETGKRSACSTVKSGVRPTVPIDDGDLIE
MSYKKDRINHRPLVYIDTEGGDDSIVSEDCYYPLMEWNKGAARTCAGGDETIKRPSFYLLHIQQRDKWSCGFRNLQMLLV
TLVPSLPPEHIYFDNGSLNGQAFRVPSLQQLQASLERSWRAGYDPDGAQHYQNRILGKNSKIGAVEVSTTLVSGQVGAFL
LYVLWKGSGLLSLLPDRRDPIVFNYCQAGCQ                                                 
>Pinf_XP_002998870                                                              
MQGHIPAPLLRSLRRFATPDEVEDGDNIDIYSSMAHGEILGTQRGVKSSADDALVTQQVAVWGLLRLSPEDADGHSFVRN
LPGGVGQIGRFVVVREEAAEEENCLATQLPILYHCKDGEAVRLEMQVVQCLHARDFHRAIGFTPLRCAVDLHMLGDKRVL
LHQLEKYKAASCDADSFYVRVGVTQGKKSRSFRVLNGRGEDVTSADTKTVELESILPEVGENEDSGETKSKKKSAKKQKK
GGKKTPVKPSGDEEDKLGFLPSLEYGDIANLDVLISLAPLDATADVAAPVISIPTPSASKKPPQRFHAHCDALVMVPVDS
SMESALAFLRQQLHEQLTEVASRLKGAPEAVTSVTAHQFPLVGAAFPLTVICSDCESLDDVKTLESLHRAFFQPLDQPLF
RVSRGCSLAQQGEWLASSDVLFNVHEGIPRSGVGDNCQSALVDGFYGYYHYLQQGMNDKGWGCAYRSLQTLASWLFVQHY
TQQRFLSYEQIQSALVKIGDKPARFQGSTEWIGSLEVGYVLDELYGVTFRSLSVSSGAQLPDVARELLYHFETQGTPVMM
GGGQLAFTLLGVDYDPDAGVCAFLTLDPHYTGDEDLATIQHQTVTLEGYKAVPCSWRKTTTFAKNSFYNLCLPQRPSVGV
>Tgon_XP_002370912                                                              
MATARSPAIRIDWKLAAFLRHLRSQLILRRDSLSSPFLAVLVGVPLSSASPASLLLSSFRLLHAERDPTLAQLFTASTPS
VSSSLREALRRDLATITFILPDGLRILGLLAFSPADGPAVSAVYPSVSAVAEAISTQLAFLAQKELSSLSEDAGVAASHR
LSFVCSLSSDAEKTTGASVFPWTFVSLLPSLSSSSPSSSSSPSTVEESAGARLTVSVEDGSSLLRSERFLFLRSRLALSL
RLETPFLVTLSRGLGDARHGATDAVSSLEAERELAAGEDRADFLPCLPSTTATELLAALREQEAALAAPLGLFFCMPNGV
YVHPTDGVEAASARLEKSPSRLGGCDTSVWTAVAPAASKAKHVVVGEAKIADEDAERNNTEGRLQTAFSTHAVLDLPWLQ
QASQGATQDGRLPLASLSAISIPAFLSSLSSASESPHGWAYTPECGAAQVSLRYIQVFLDSCILVPGTASLASCANRFLR
AFRRQLRHAALQILHSSSSSSSSSSCSVQNILTTSLTAALMSSGDFAASSASAASACAPSPPLFPRVLCFDASRCRVPRE
EQPASLSFAFHSVKLPWCLHPLLSWNNEAQVARRHWLSLLGVLKDLPAFRLSAALPWNETQAERGRGAHKLVNPHRSLVT
GPKWLPQTRAVTCLVQGDFAYYHYCQDNERDEGWGCCYRSLQLVISWFQRQHFTTKPVPSIADIQRLLKKFDLAHENLEI
GSKAWIGTVEGSYVLNWYLHVPSKLLHLTSASDLPSHAATLKEHFDSVGSPVMMGVGDYAYTMVGISVDSETGEAAFLIV



DPHYAGDDGDIDKILDKNWIGWKKTNFFEKTAGTKFINLALPQICTEGGDLFV                           
>Ptet_A0BL48_A0BL48                                                             
MNNNKGSFLWCNLQLQDNENAYGLGNQILYTGMKPPMIGGVEEIPKENIQQNRSCDLNDFFKQYICLFTNIVGYQRLLGN
GQLENQLLHAIVQKGNNQIVFQLNRGEVIQEQQQNQAKTKNKQKQESSSDLFAALIQQVKREYKEQIGNLGKILQFKHPP
IIDLNFVLAQGTDENEVIQPYINSELMEDEFEFVSYHLSDANPISIINSHIQQLIKAISSNQKQVLYFNDKTAFPINKYD
DVQKIQLFKSDFKNNRRLIVYKNKINNLIDTENNKILNVHHYLSPKALDNGKRYFVRGDYVFHHYMQDGFDDKGWGCAYR
SFQSVLSWLMENGYTSKKEIPNHKRIQQILVEMGDKPINFVGTSEWIGAFEVSMLITHLTHVECKILNVSKGTDVVSKLP
EFKSYFENYGAPIMFGGGLYAYTLLGVDYNDDDCRFLILDPHYTANDTIKSVIEKQGVSWRKADMFEEKHFYNFCMPLIQ
>Ptet_A0DJ01_A0DJ01                                                             
MIILNLESLRKETNYGQTQLHPRIISHPNENINQILPTINMRYTPYFSDQINDAGWGCAWRSIQMMLSSQYNITPEFRWL
FSFFGSKAILEKIYMHMNQVDQIPQYLSNSQYSPHDLDNGWAEPYIGHLILYYMGFQSKLFLINGYPPHSNAPKEVFAET
FSFPQFKLFLQEHFTQRKSPIQIDDSKYSMVIYDYKSDGDNTILFIGDPHIYYIQNNHQKIGLYTVTLNEKGDQISNSIT
PDQAQFYMYASSYQTLHFNEKNWMAACIIKSQDVWLDWRERQLII                                   
>Tthe_XP_001020016                                                              
MEFQIFQDIPQRLTELNDGLLENVVSATYHWTLCLYGHQNQVLNILNMSQELVQLLNSDSEINSSEIQKSLEKEIIHLTN
ILPRGVRVNGIISVLQDEKFTRSNAFNTLKNQIKSELAQQQEYTKEIFASNIVQFLYSKKYRPYMKELEIDCLDLDGVKQ
KVSALKHSSTNDILKSYYMLTTYFKYPSQTEPLNLIMFAKVNNDFVILPRGSQCIVQQEVEEVKEDPKASGKSKKQNKQP
QAPAVKETNQDKMNKLISQFKAENKKNIDEIGKGIALIKVQTIEVSIFSKIYQPEKQQTITLSSNIENTSSYNYVDCISY
VKTDATDHEAEIQNHLQYFFEQIRQTEGKSIFVYGLLDLPLCTQGVINVSGNEPTIESKKQLHLRNLLPSSFASFRFCDR
LQNTKNIGFYKKEKIRNVHKFMPLKAVEGARRYQVQGNYIYHHYMQDGFNDDGWGCAYRSLQSVLSWFIENKYVDEFAIP
THKEIQSILVAMQDKPSSFIGTSEWIGAFEVQYVIQKLVQCECKFVNVSSGSEVPNKVDEFKEHFLNEGTPIMFGGGVKA
FSLMGIDHNEQTGELRFLIMDPHYTGSDNPAKAVEKGGISWQKADLFLDNHFYNFCMPIRKREF                
>Bnat_51097                                                                     
MQDSFDDKGWGCAYRTFQTICSWLHLQGYTNLPVPSHRTIQQDLVACSSSSSQSSSSSIVGSKQWIGAVELQMVLQHRYC
IESRILHVPSGADVSSKARDIYKHFKSEGTPVMIGGGHLAYGLLGIDWNVTEKKSKYLILDPHYTGSDDNVSKILKNGWC
GWKDASDVFKADNFYNFLLPQRPRVI*                                                     
>Bnat_128833                                                                    
MKSFFQSTPRRSVSNKRKYSCEFLSDVTYPDSKRVCSVAPGATVLKVWNLKNAGTVPWSKRDPPQVFATRYDFEIEFQAS
FSPANVAPAECTELTITFTAPKAVGTYKCWFQLCDSERGTYFGQSLWVLFRVQTGGRRPLKCPKGHWMQLRESGKDKPLP
PKYRKTYPFVNCDSCESKRINEKPTFHHCHTCAYDVCYTCGRKQSLENSKLEARAKPSSYSDGSYEGKLHSGVEKGISQR
AQKTRKPVKGLVDIFHAAESVKEAFCATETDFYYYGCDGEEDAGWGCTYRVMQMMLSCLKYRLHGEHSTDKPIQIPSLLA
IQKVLSEAEVFKSSIVGTKKWLEPRHGTIYFNLMHSQNTFGMDYVIDSKSELHLAWLVEVLYLHFGKDGERTPVMADDYI
KTKAILGIGRCVSTNEDLILVFDPHVWSRTQNFSKTKFQPASHHDMRNFPAKAKTGRKWVSWQSFADFFGLEESGKAWML
GFLTMKCNGSNSIMSAPPPVSTPGPIKGKPKGYDDKKQESSEASRQAASSEDLDWVPVL*                    
>Bnat_90192                                                                     
MQEEINGNGYDEDAALQQALKASLETVEEQKPQETLNPIMGLVEYYQEKVNKVVLAANQESKGRKDLPSHLFASETDFWY
YNCMDEMDRGWGCTYRVMQMVFSNLQKRGFLDNIKMPSLREIQQRLATLPGYNSSIVGSKKWLEPPDANNYFKSYKLGGY
DTTYDFAKERHVNKFWEDLKCHFSTVRTPVIVDDKFSTYGVLGVASNEGNRKVLVFDPHMHVKKTMTIEDFEEQSAKKKY
SANTERNGLGRLEDNRAAL*                                                            
>Ehux_194799                                                                    
MSAANQSGMEPPLMLTALPSELLTHVCLLAACPCRLTSTSCLLTLVRASRTCKPLHECADAAALQLAESLGYDLDKGDPD
WVRPDWSMLERLYTLYQSDNAARMPTAVHAEDGTAALSVLREQFGHFHPILCQQLVLPADASDQPRNEDTKQLPPGAAEY
ANLAALYCSAVPSQGAEQGADDEAPPGTREMQEWVEAGWAEGFDAEGRAHFGGELAGKSGEDAYIGATELLVALFHKRFR
ACIVEIDNDRPGHTIFNVAKKAFSFDEPACLPIFLQKDGHSFLIVGVTTCLTAADTGKLLVCDPNKPGRVIAIDPQLKLK
GSRQYQLLIVLGREPFPNISREVCLTLNQQDGAGDDGTDLYPAGACVGRGMPQWRFGPFPSGRRTYRDLTPSIIWFERAM
RSTPDWFTPTGFRCVYRMGGEDQSEFPYLVMVQRGKRNVNLGRFPTAEAAARFFAQSPEGQARLAAQHEDEVLPSLDTLA
LG*                                                                             
>Ehux_199092                                                                    
MRGLTHWLANYLGELAFTLLGVDFNERTGEARFLIMDPHYVGPDDLSQIRPKWVGWKSQDSTTHLGTKLFQQGELYNLCL
PQRPSCV*                                                                        
>Ehux_199093                                                                    
MCLLPGEYEYYHYLQPTGTGRTDKYDDNGWGCAYRSLQSIISWFRLQRYTSHPNPSHYQIQKTLVDHCGQEADGLLGKKT
HDIAANARQLARRVESEACRV*                                                          
>Ehux_222397                                                                    
MLPPLATARELAGASSASAAEEHLVCGKLRFFHYACDRHDDCGWGCGYRTVQSQLSWLAPDTAPPSIPELQQVLGVGARE
WIGVPDAVTLLDALHGAAVEVLPLASGLALASEWRRLAAHFDAGGGPVMVGGGGDVYSKTVIGVRGGAAGEPELLILDPH
FMDAAALHASDLGAVRAAGWIAWRPSGAALPSASFYNLGMVRRPADGAVRRRSVTAPPATSEPAGGWSIEVVASGEEMS*
>Ehux_247034                                                                    
MRGLTHWLANYLGELAFTLLGVDFNERTGEARFLIMDPHYVGPDELSQIRPKWVGWKSQDSTTHLGTKLFQQGELYNLCL
PQRPSCV*                                                                        
>Ehux_256685                                                                    
MCLCPGEYEYYHYLQPTGTGRTDKYDDNGWGCAYRSLQSIISWFRLQRYTSHPNPSHYQIQKTLVDHCGQEADGLLGKK 



>Gthe_164337                                                                    
MVLRDVHKLLQLEAVNKSSEYVRGSYEYHHYGQGISDHGWGCAYRSCQTIFSWYALKGFRARDEKRVPSIREMQEVLVKM
GDKPCKFLGSSDWIGSVEISILLDYFYSAPCRIIHRRNDEPWDPSITRSIMSHFAAVGSPIMLGGQGGGARTVLGICISE
AEDAQVPRCLLLDPHYSGEDEIASLSRHSSRVCAWSTFDSICRQYGSFTNLCLPLLPVGVPGVLDDAPGHDDNSEWEMEV
VDVG*                                                                           
>Ngru_XP_002678043                                                              
MVKIQTLIKNRLSQFFKQLATSSTIIVGYLIGLNKVDQQNDEQVILNFMKSLSNFDQDELDLMQQVIIPNGMDMLGIYIT
ANSVGKLLGEAALSDLVQNLPLLISKQFNKLIGRELLIMVGGASSIDLYRVSKDNNCTMESFEEFSELNIIGDRGDLSNL
KEDQLSCVIARVHCDLNIVYQVDSSNKSENDSTVESFKRQTDRFIQTLKKPENVILKTLPEQSETATPSRKNKNAQQASN
NLVASVEIHDSAETLSQNVETILPEKLSLIDQSTQHLKVDANFNKKETTKNKKKKLPKQTLGEFLKTTEKLNDASQTMTT
ISKILHLNCFVSMAPNQYSTEQGIVISTDKKLTNCTISLESSSYIPVSALKKSLSLGRIREIVIEGLIKQLVYISNNIGK
GFLVTSVGANKSLKNIGFYQFLPKDYPHIFTCCYPFYSEDLVFEQRNEQYCIKLREEYHKRLYFSLKQPFIRTNQALAFG
RSSKSKVSDFNKKILNVHNYVGYPSTIKSSGANNLHLVRGDYLYAHYCQDKFNDEGWGCAYRSLQTLISHAQYHSGSLVV
NLPTHDEIQKCLVDCGDKQSPSWALLNGLALLKIPLFWKSGAVFKVKFCM                              
>Tcru_XP_817689                                                                 
MSDEVQFFLSLKDELPLLILRKSGQTIAVTRDEPSVGSILPFSPRVCDLVRVSDEDVLRKTYEDGYFTAVARDWRIKAKV
NVSLDPIEERTHWLLFLGRNKGTAEKSKTTVAKSFKGTEKDLREVVNWLKSLSVEGYCEVYLASEPSISDLRVTGEVGRL
CLCRGDERVNEQVFFGDSMDEIAICLEELLSVFFFDCVREAKAVFWPPSLAHPLNIHYGAREMRVAEHNAALLPMRPLLH
LGQRYKEWPMTINLPTVLAASVPRTGQSWEKNLICNIHAHLSTNSFINGGEKSVVSGAYDYYHYRVDGFKDDGWGCAYRS
LQTILSWFQHEGYMNEPIPDICAIQNILYAKDPDKMNRKEFIGSKEWIGSFEVMIVIQHFLPGMDCMIRRMESGSDLETD
PSVQQTLVNHFRQKRACPVMIGGSSYAHTILGVDANLATMEARYLVADPHYSSGETSLKTVVKKGYVGWKEAGKFFESNS
WYNLCIPQLATYDPR                                                                 
>Lmaj_XP_001686507                                                              
MEDVITRIADTASYPLHVLQRNKKTIGIVGADALAALPMAGGSCTHRLVISATELKPFLIDSPAAEVLFKWCARVSCSLS
RTLKRHCLVVKNVLRGVAISALLEEDHSDASTVETVWADVERSAELWKTPFTGGSTETLHVYMMSVPEVADDISKTLHDM
PGASAAAPECSLATTRVLLGDSASEMVAAIRQLFNQFLGTEAESLTGTEVCWPASMLFPVNVHTRDDARRRAEHAALRLP
YQGLLRHEDAIQAWSTWDDLRRQHEANDASIFRTGAAWERHLATSPHRDLAPGSAPSLPGAETLLVSGAYDYYHYRVDGF
RDDGWGCAYRSLQTVLSWFQHAGLVRSAIPSIRRIQEMLYQVDPDKASKRDFVGSREWIGSFEIMLVLQQYLPGLECIIK
RLERGQDLDTNASVQSLLMEHFRSPLAAPVMIGGSSYAHTILGVHVNVHTMEAQYLILDPHYSAYPTQIKTAIKKGYVGW
KEASKFFETGSWYNLCIPRVDLFDPR                                                      
                                                                                
                                                                                
*******RINGv***********                                                         
>Hsap_ENSP00000215555                                                           
MTTGDCCHLPGSLCDCSGSPAFSKVVEATGLGPPQYVAQVTSRDGRLLSTVIRALDTPSDGPFCRICHEGANGECLLSPC
GCTGTLGAVHKSCLEKWLSSSNTSYCELCHTEFAVEKRPRPLTEWLKDPGPRTEKRTLCCDMVCFLFITPLAAISGWLCL
RGAQDHLRLHSQLEAVGLIALTIALFTIYVLWTLVSFRYHCQLYSEWRKTNQKVRLKIREADSPEGPQHSPLAAGLLKKV
AEETPV                                                                          
>Hsap_ENSP00000259050                                                           
MESKPSRIPRRISVQPSSSLSARMMSGSRGSSLNDTYHSRDSSFRLDSEYQSTSASASASPFQSAWYSESEITQGARSRS
QNQQRDHDSKRPKLSCTNCTTSAGRNVGNGLNTLSDSSWRHSQVPRSSSMVLGSFGTDLMRERRDLERRTDSSISNLMDY
SHRSGDFTTSSYVQDRVPSYSQGARPKENSMSTLQLNTSSTNHQLPSEHQTILSSRDSRNSLRSNFSSRESESSRSNTQP
GFSYSSSRDEAPIISNSERVVSSQRPFQESSDNEGRRTTRRLLSRIASSMSSTFFSRRSSQDSLNTRSLNSENSYVSPRI
LTASQSRSNVPSASEVPDNRASEASQGFRFLRRRWGLSSLSHNHSSESDSENFNQESEGRNTGPWLSSSLRNRCTPLFSR
RRREGRDESSRIPTSDTSSRSHIFRRESNEVVHLEAQNDPLGAAANRPQASAASSSATTGGSTSDSAQGGRNTGISGILP
GSLFRFAVPPALGSNLTDNVMITVDIIPSGWNSADGKSDKTKSAPSRDPERLQKIKESLLLEDSEEEEGDLCRICQMAAA
SSSNLLIEPCKCTGSLQYVHQDCMKKWLQAKINSGSSLEAVTTCELCKEKLELNLEDFDIHELHRAHANEQAEYEFISSG
LYLVVLLHLCEQSFSDMMGNTNEPSTRVRFINLARTLQAHMEDLETSEDDSEEDGDHNRTFDIA                
>Hsap_ENSP00000266643                                                           
MLKSRLRMFLNELKLLVLTGGGRPRAEPQPRGGRGGGCGWAPFAGCSTRDGDGDEEEYYGSEPRARGLAGDKEPRAGPLP
PPAPPLPPPGALDALSLSSSLDSGLRTPQCRICFQGPEQGELLSPCRCDGSVRCTHQPCLIRWISERGSWSCELCYFKYQ
VLAISTKNPLQWQAISLTVIEKVQIAAIVLGSLFLVASISWLIWSSLSPSAKWQRQDLLFQICYGMYGFMDVVCIGLIIH
EGSSVYRIFKRWQAVNQQWKVLNYDKTKDIGGDAGGGTAGKSGPRNSRTGPTSGATSRPPAAQRMRTLLPQRCGYTILHL
LGQLRPPDARSSSHSGREVVMRVTTV                                                      
>Hsap_ENSP00000273067                                                           
MLMPLCGLLWWWWCCCSGWYCYGLCAPAPQMLRHQGLLKCRCRMLFNDLKVFLLRRPPQAPLPMHGDPQPPGLAANNTLP
ALGAGGWAGWRGPREVVGREPPPVPPPPPLPPSSVEDDWGGPATEPPASLLSSASSDDFCKEKTEDRYSLGSSLDSGMRT
PLCRICFQGPEQGELLSPCRCDGSVKCTHQPCLIKWISERGCWSCELCYYKYHVIAISTKNPLQWQAISLTVIEKVQVAA
AILGSLFLIASISWLIWSTFSPSARWQRQDLLFQICYGMYGFMDVVCIGLIIHEGPSVYRIFKRWQAVNQQWKVLNYDKT
KDLEDQKAGGRTNPRTSSSTQANIPSSEEETAGTPAPEQGPAQAAGHPSGPLSHHHCAYTILHILSHLRPHEQRSPPGSS
RELVMRVTTV                                                                      
>Hsap_ENSP00000274140                                                           



MDTAEEDICRVCRSEGTPEKPLYHPCVCTGSIKFIHQECLVQWLKHSRKEYCELCKHRFAFTPIYSPDMPSRLPIQDIFA
GLVTSIGTAIRYWFHYTLVAFAWLGVVPLTACRIYKCLFTGSVSSLLTLPLDMLSTENLLADCLQGCFVVTCTLCAFISL
VWLREQIVHGGAPIWLEHAAPPFNAAGHHQNEAPAGGNGAENVAADQPANPPAENAVVGENPDAQDDQAEEEEEDNEEED
DAGVEDAADANNGAQDDMNWNALEWDRAAEELTWERMLGLDGSLVFLEHVFWVVSLNTLFILVFAFCPYHIGHFSLVGLG
FEEHVQASHFEGLITTIVGYILLAITLIICHGLATLVKFHRSRRLLGVCYIVVKVSLLVVVEIGVFPLICGWWLDICSLE
MFDATLKDRELSFQSAPGTTMFLHWLVGMVYVFYFASFILLLREVLRPGVLWFLRNLNDPDFNPVQEMIHLPIYRHLRRF
ILSVIVFGSIVLLMLWLPIRIIKSVLPNFLPYNVMLYSDAPVSELSLELLLLQVVLPALLEQGHTRQWLKGLVRAWTVTA
GYLLDLHSYLLGDQEENENSANQQVNNNQHARNNNAIPVVGEGLHAAHQAILQQGGPVGFQPYRRPLNFPLRIFLLIVFM
CITLLIASLICLTLPVFAGRWLMSFWTGTAKIHELYTAACGLYVCWLTIRAVTVMVAWMPQGRRVIFQKVKEWSLMIMKT
LIVAVLLAGVVPLLLGLLFELVIVAPLRVPLDQTPLFYPWQDWALGVLHAKIIAAITLMGPQWWLKTVIEQVYANGIRNI
DLHYIVRKLAAPVISVLLLSLCVPYVIASGVVPLLGVTAEMQNLVHRRIYPFLLMVVVLMAILSFQVRQFKRLYEHIKND
KYLVGQRLVNYERKSGKQGSSPPPPQSSQE                                                  
>Hsap_ENSP00000309141                                                           
MTTSRCSHLPEVLPDCTSSAAPVVKTVEDCGSLVNGQPQYVMQVSAKDGQLLSTVVRTLATQSPFNDRPMCRICHEGSSQ
EDLLSPCECTGTLGTIHRSCLEHWLSSSNTSYCELCHFRFAVERKPRPLVEWLRNPGPQHEKRTLFGDMVCFLFITPLAT
ISGWLCLRGAVDHLHFSSRLEAVGLIALTVALFTIYLFWTLVSFRYHCRLYNEWRRTNQRVILLIPKSVNVPSNQPSLLG
LHSVKRNSKETVV                                                                   
>Hsap_ENSP00000311496                                                           
MLHDARDRQKFFSDVQYLRDMQHKVDSEYQACLRRQEYRRDPNEKKRDQFWGQETSFERSRFSSRSSSKQSSSEEDALTE
PRSSIKISAFKCDSKLPAIDQTSVKQKHKSTMTVRKAEKVDPSEPSPADQAPMVLLRKRKPNLRRFTVSPESHSPRASGD
RSRQKQQWPAKVPVPRGADQVVQQEGLMCNTKLKRPNQERRNLVPSSQPMTENAPDRAKKGDPSAPSQSELHPALSQAFQ
GKNSPQVLSEFSGPPLTPTTVGGPRKASFRFRDEDFYSILSLNSRRESDDTEEETQSEECLWVGVRSPCSPSHHKRSRFG
GTSTPQAKNKNFEENAENCRGHSSRRSEPSHGSLRISNAMEPATERPSAGQRLSQDPGLPDRESATEKDRGGSENAKKSP
LSWDTKSEPRQEVGVNAENVWSDCISVEHRPGTHDSEGYWKDYLNSSQNSLDYFISGRPISPRSSVNSSYNPPASFMHSA
LRDDIPVDLSMSSTSVHSSDSEGNSGFHVCQPLSPIRNRTPFASAENHNYFPVNSAHEFAVREAEDTTLTSQPQGAPLYT
DLLLNPQGNLSLVDSSSSSPSRMNSEGHLHVSGSLQENTPFTFFAVSHFPNQNDNGSRMAASGFTDEKETSKIKADPEKL
KKLQESLLEEDSEEEGDLCRICQIAGGSPSNPLLEPCGCVGSLQFVHQECLKKWLKVKITSGADLGAVKTCEMCKQGLLV
DLGDFNMIEFYQKHQQSQAQNELMNSGLYLVLLLHLYEQRFAELMRLNHNQVERERLSRNYPQPRTEENENSELGDGNEG
SISQSQVV                                                                        
>Hsap_ENSP00000333181                                                           
MSFEGGHGGSRCRGAESGDAEPPPQPPPPPPPTPPPGEPAPVPAAPRYLPPLPASPETPERAAGPSEPLGEVAPRCRGAD
ELPPPPLPLQPAGQEVAAAGDSGEGPRRLPEAAAAKGGPGESEAGAGGERERRGAGDQPETRSVCSSRSSSSGGGDQRAG
HQHQHHQPICKICFQGAEQGELLNPCRCDGSVRYTHQLCLLKWISERGSWTCELCCYRYHVIAIKMKQPCQWQSISITLV
EKVQMIAVILGSLFLIASVTWLLWSAFSPYAVWQRKDILFQICYGMYGFMDLVCIGLIVHEGAAVYRVFKRWRAVNLHWD
VLNYDKATDIEESSRGESSTSRTLWLPLTALRNRNLVHPTQLTSPRFQCGYVLLHLFNRMRPHEDLSEDNSSGEVVMRVT
SV                                                                              
>Hsap_ENSP00000351813                                                           
MPDQALQQMLDRSCWVCFATDEDDRTAEWVRPCRCRGSTKWVHQACLQRWVDEKQRGNSTARVACPQCNAEYLIVFPKLG
PVVYVLDLADRLISKACPFAAAGIMVGSIYWTAVTYGAVTVMQVVGHKEGLDVMERADPLFLLIGLPTIPVMLILGKMIR
WEDYVLRLWRKYSNKLQILNSIFPGIGCPVPRIPAEANPLADHVSATRILCGALVFPTIATIVGKLMFSSVNSNLQRTIL
GGIAFVAIKGAFKVYFKQQQYLRQAHRKILNYPEQEEA                                          
>Hsap_ENSP00000411848                                                           
XICKDTLQASKRNSFGSEWAQALKPAKNTKARRTLKFSRSLNDVGEKAQDTSESFAYVERTCSEGKLILPQDTCLRTNRF
HHKEKRTLNHKPLGNSKHSCVSCLSAGRSTASEVEAGKGGRPGLLLEEKADGEATSRSRQLLQYLFSLSHGLSASSLHRF
HELESCAARLHTAKSSSGLAGSMGFCSDEMGDDDVFEDSTSAKLKSRVLRAPLCSTEKDSDLDCPSPFSEKLPPISPVST
SGDVCRICHCEGDDESPLITPCHCTGSLHFVHQACLQQWIKSSDTRCCELCKYEFIMETKLKPLRKWEKLQMTSSERRKI
MCSVTFHVIAITCVVWSLYVLIDRTAEEIKQGQATGILEWPFWTKLVVVAIGFTGGLLFMYVQCKVYVQLWKRLKAYNRV
IYVQNCPETSKKNIFEKSPLTEPNFENKHGYGICHSDTNSSCCTEPEDTGAEIIHV                        
>Hsap_ENSP00000421322                                                           
MLGWCEAIARNPHRIPNNTRTPEISGDLADASQTSTLNEKSPGRSASRSSNISKASSPTTGTAPRSQSRLSVCPSTQDIC
RSAILHDMSEESFEYCTPVMVLSPARKESGKKSVIQRPRRRRKASERYEHAAEEQIRGRKNDFHLQISSPRWRELYTDSS
DSSSTDESHWIQAKRRAQVKFRLSRRRRRNNNKPCENLAGSSTPNGIELVDLGSKGKEQQELIECESCSLNLHRGKHTRY
QECNPSLTQGSSEIKRSSRNHEKSKGRYHHRDPQLLQSLRKNEIMKKTFSETDSSTEILGVPEGSKDMNDAGLQVNNPVQ
KPPATYDDGSDNLEVCRICHCEGDEESPLITPCRCTGTLRFVHQSCLHQWIKSSDTRCCELCKYDFIMETKLKPLRKWEK
LQMTTSERRKIFCSVTFHVIAITCVVWSLYVLIDRTAEEIKQGNDNGVLEWPFWTKLVVVAIGFTGGLVFMYVQCKVYVQ
LWRRLKAYNRVIFVQNCPDTAKKLEKNFSCNVNTDIKDAVVVPVPQTGANSLPSAEGGPPEVVSV               
>Cint_ENSCINP00000001493                                                        
MNVNGGVGTVNTDESVNSFTPLISNLVVGNQRETRKMENKNDDSIELVRFKQSSSTSDCDVTDEAGCDVTNVVDCDVIKA
AQVDSEHVTDNERVNDDGSSLCSVDVQDTQPSSPESKNDKVLQKTTQTSSLSDSFNDDVASSTHRPPSKSHTCESCGQLM
RQPTTTTQSDNSICTAIQSTSVDACRICHCETDNELGPLIAPCKCKGTLEFVHQSCLQQWIKSSDYKHCELCGFHFAMDS
KLKPITKWEKLTMSTSERRKIICSVMFHVIAITCVVWSLYVLIERTAAELKSGDLNWPFWTKLVVVAIGFTGGLVFMYVQ
CKVYVQLWRRLKAFNRIIYVQDQPPKTDAIKMTALTDNDNNEHRNNITTSSNVDVIVEMCDHPTTRVQQNAV        



>Cint_ENSCINP00000010355                                                        
SVMDDDEDICRVCRSTAFPDRPLFHPCICTGSIRHIHQDCLLQWLRHSRKEYCELCKHKYTFKPIYSPDMPNRLPVRDLL
KGFARSITSAVKCWVHYTLVAIAWLGVVPLTASRIYNCIFAGSVKVLLSLPMDMLSTKNITADILHGCVVVACTVSAFVC
LVWLRVQIMNGDMPQWLMQRQEEVEVIEPQPHNNDREQEVNEPEANDGEVIVNNNNVDEVNVPNPEIIHEEPIADEVQEN
NDADNINWDAINWDRAADEPTWERFLGLDGSLLFLEHVFWVVALNTLFILVFAFCPYHLGHFILLSVDLNTYVVATRFEG
VLTTLCGYVIVAAGFLLAHAALQITKLQWPGRVFGFCYIILKVGLLVLVEIGAFPLVCGLWLDICTLDLFDATISIRRDG
YLASPGTCIFVHWLVGMVFVFYFATFLMLLREVLRPGALWFLRNLNDPDFNPIHEMIHLPIYRHCRRFLLSVIIFGITIV
IIAWFPVKLIGYCIPNFLPYNGSAQYTSPVGEFPLQLLVLQFVLPGLLEQGHTRIWLKGTIKLWSKVVGGMLGVKSYLLG
DDEQRVILVPDDNNNNEPAENAGIPPLHAQHGVANEWNMTQPYTAPNMFTARLILLLCSVSISLTLVSAMVLYVPVTVGR
FVFNRLFATGDKDMVMHELYTVAIGLYMCWLAVRVCFLLSTWAPRQWSAVRSKVVDVISTGVKAIILSVFICGLIPLMMG
VLFDLVVIIPLRVPAHQTPVIFLWQDWALGVLLFKLVTACLIFGPDNTIKTAIEEAYNQGLQRMSLKTTLTDTVFPVIKT
LALCLTIPYVTGHIIPVIFSTNETLTAFFYWRTYPLMISCASFICFCIFEIKQFQRLCDRIKNERYLIGKRLIDYE    
>Cint_ENSCINP00000013349                                                        
VKGAFTLSNNEGQSSSSDESVNHREVFKSRLALVFQALLTLLTVLCVVFDAVGNLWKYKVNPSTRSAHEVIYRIAEVGAV
LWFPCVLWNTATPEKLWFLNPRCLLQLRNDAAEQLLSTPTTSQKSYNTFQQQEDITIPENKEKITGECWICYDPDNVNGG
DFIRPCLCKGGMAVVHHHCLRKWLLQHPNIEESCCKVCKHRYSIEQQRLRFFSLIMKSKRTSMIIPAIIVAVAAPCVCVV
LFLLSNPIQTYLKVLVLGSTILLELAAFKVVGLNFTKLYQVTRESALRILNYKTEEISDVQFDYDVIDDTVMSQHESIVP
STTDTRVLVHVT                                                                    
>Cint_ENSCINP00000015037                                                        
MASFGNKKSVRKKTTKNKNTGEMKNIMKDWHSAVYHKSVFSLSSELETKETKQENQETMCRICQSLDDSIDNQQVTPCAC
TGSLRYVHMMCLQQWRKIKQAKGCDVSICELCKQPYNIELLGSSDVPPDHIMKLQEDLRQLVKSGVYLMLMMRSLKNDVI
SAQADLRMMSSDDMTSSDVVTSSTNEENQRKNHPGNLRRNNTDSPQSSDNEDNQEYISRQTIKQRSKKCSRKGN      
>Cint_ENSCINP00000016384                                                        
MDISNSATEQNEDQVNPIPTPPVQNVAPDNPDTSKSCWVCFGSESDDITAVWIRPCRCRGTTKWVHHNCLMRWVDEKQKG
HSYTKVHCPQCNTEYVITFPPFGKFCGIIQTVDRMIYKASPLIATGVLLGSVYWTAVTYGAITVMQVLGHKEGLDMMERA
DPLFLLIGLPAIPVGLVLGKMIQWDEYLLRVWRRHAHKLGILNYLFPMNTYGTVRPTQPHEAPAREIKFTRVFCGAMLFP
TIATIVGKLGFRKVDGNLQRSFLGGIAFVAIKGILKIYLKQQIYSRLGQRRITNYEHTDSGTPT                
>Cint_ENSCINP00000025486                                                        
MEMLKPTLKNESYSDGCKKDFCDVTGEMMKQGQICRICQEADGSLITPCRCKGTIGFVHEACLVQWLSKSGKSMCEICHT
SYVLRVKNSENIRWKKLCLTRHDLAMIAVNFVCILFLISTTSWLVWSAVSSETRRQRNSDLFRACYALYGFMDMFCLGIL
LHEIPHMRLMYRRYKLMQYELRVMPQSPATVITVCHQENLDNVQINLPVEL                             
>Cint_ENSCINP00000028957                                                        
LNKTKTKSIQYPLHPKSCWVCFGSESDDITAVWIRPCRCRGTTKWVHHNCLMRWVDEKQKGHSYTKVHCPQCNTEYVITF
PPFGKFCGIIQTVDRMIYKASPLIATGVLLGSVYWTAVTYGAITVMQVLGHKEGLDMMERADPLFLLIGLPAIPVGLVLG
KMIQWDEYLLRWRRHAHKLGILNYLFPMNTYGTVRPTQPHEAPAREIKFTRVFCGAMLFPTIATIVGKLGFRKVDGNLQR
SFL                                                                             
>Skow_XP_002740289                                                              
MALHAPYRANSVNKSLPMATAVNLDYIKKESVEPLPRVVKENDANSRSEHRLTVNTEGGKGHSIGRKFRKAHRDRTLSSG
SYSSTMSNREMCRICHHKTDDTGVDVLIYPCACKFSSGGVHATCVNTWAWEMRSNVCEICRRRYDSRYVPYIKQPCIQWK
FVPRYTRRRTVIALVVLAFLLAITTITAYLLTDTLLNKPDIESSLHAVWALVAAASVSGMGLICFLAWFIMFCCETVKEY
REESSKHKERLVPREQSVPPVTVQQA                                                      
>Skow_XP_002740133                                                              
MANSSSLHNIINFVLRKAYIYRNNFCLNCGDCLVNIIARKKNSKPIRIFFLINLLLRRTCWVCFATEEDDRSASWTRPCR
CKGTTKWVHQTCLQRWIDEKQKGNSTTKVACPQCNTEYLIVYPKLGSFVYILDTVDKIIYKVCPFAAAGIVVGSIYWTAV
TYGAVTVMQVLGHKEGLDVMERADPLFLLIGLPTIPVMLILGKMIRWEDYVLKLWRKHSTKIPFLNYLFPDIAPGARIPA
ETGPLNDPISATRILCGALIFPTVATIAGKVMFGSLNSNLQRTILGGIAFVTIKGVMKIYFKQQQYLRQVHRKIQDFPDE
GMSQQTGATQATGTQTS                                                               
>Skow_XP_002737454                                                              
MEDGAEGDICRVCRSEGAHDRPLFHPCICTGSIKFIHQDCLLQWLKHSKKEYCELCKHKFSFTPIYSPDMPSRLPIKDIV
TGLTRSMATAVKYWFHYTLVTFAWLGVVPLTACRIYRSLFTGSLSSLLTLPIDMLSTDNLLSDCFQGCFVVTCTLCAFIS
LVWLREQILHGGGPEWLDENNEEHLGGGVADAAVVPNEPVVEPPQPAAAAPQPAENNQGDEVANVAAQAGAANVNDGGHQ
AAVQQPANNGAEANNGAQEDVNWNALEWDRAAEELTWERMLGLDGSLVFLEHVFWVVSLNTLFILVFAFCPYHIGRFSVM
IFGFEEQMRWTEFDGLLTTMCGYIMLAMTLVLCHCMAVLISLKKCKRILGLCYVVVKVFLLVVVEIGIFPLICGWWLDIC
SLSMFDATIKDRETSFKSAPGTAMFLHWLVGMVYVFYFASFILLLREVLRPGVLWFLRNLNDPDFNPVQEMIHLPIYRHA
RRFLLSIVVFGSTVLLMLWMPVQIIKKFLPNFLPYNVLLSSDAPVSELSLELLLLQVVLPALLEQGHTRTWLKNLVRAWT
VFAAYILNLRSYLLGDVPLHDTQGIIIGEYDEPENNAARANIVEDDNNDEGDNDPTDDDDDEDDSDSELDDNHDSSSDED
VEMEDVNAPGIPAAQPLVPAQPVPAPVAAAAGVHGQALHAAHEALLNQGGPTGFKPYKRPIFFGVRLILLVGLMCLTLLI
ASFICLTLPVTIGRAIMSLWMGESKVHELYTAACGLYVCWVFLRAATVFMTWIPQGWIAIAHRVKEYAILALKALIVAAL
LIGLVPLLLGLLFELVIVAPLRVPLDQSPVFFPWQDWALGVLHTKIICAITMMGPSWWLKRAMEQVYQDGFRNLNIKFIL
QHLAAPVLCSLLLALTVPYFFAAGVLPLFSLGEEFNYFFVRRIYPSMLLIVVVIGVVSFQARQFKRLYEHIKNERYLVGQ
RLVNYERRRTAKLSS                                                                 
>Skow_XP_002733112                                                              



MPLTQISVIPVKEPQQQRTDDVNKVDDTIAIRPGTAPAIASVARDPKFLSVKSKSIAAIQRMSTDSIEYVTNADKNTECK
ACTSNPQSRCQSAVSVVSSNADICRICHCEGDNEFPLITPCLCAGSLKYVHQQCLQHWIKSSDTKTCELCKFELFMESKL
KPIAKWEQLEMSSSERRKIMCSVSFHMIAITCVVWSLYVLIDRTTEEIRQGALEWPFWTKLVVVAIGFTGGLVFMYVQCK
VYVQLWRRLKAYNRVIYVQDCPEAKRTELRLQIKLGATENANNLQESNNTNRIGLTEVAL                    
>Skow_XP_002733025                                                              
MDLPTSIRREDTTMQSRNADEERDGHNAPLPEDLLNNINRALVSRGTDLYNVFTTGNDLDLLLITTTALCKKGMDEHSEL
IKVFTEKTLLKLFRHIHDTYAIINQDGVLKDETIITRTEQLIDLIIIKLNDDYMPLLNLLAIIFDPCSRFYAYNESAEAK
SLTTATCQRSASEPVVYAISDESSKPKGFLVDIINLFGNLGGFQSIKERFQRDPPPTIPVTAALLRPFGQCYEFLTEDTV
VAYFVPVLDKTCEMLDVLSDSELQLLLSESEDIVIGEDKPDAINTIIVAVESIATRIPDGHIRYNASNMQLFRMKMTLRL
KRARGLPYGRYDTDSEQTCCQTSRGIHVSNQTIRTAYPFDNKESNVELKMTEDNVCVAEFRVVPSDDVIEDVSMSHNSNY
ANRVCPSDIIDNSQNDSLLLGSADNQSMEGATAVTIADATPAQNGEHYTSFFDITDGGSRHKSGRWSANSSDISGVTSKT
YSVRSSGHDVCRFCYEGDQTAGNRMVRPCHCSGSAAYVHSRCLKKWIHFSRNTQCEVCHSHFSYIPYSERIRAFLEEFRR
NKRWRNATFATLVGLVVLLYLVIFAVFPGGIIDI                                              
>Dmel_FBpp0070506                                                               
MDSNQEIYFQPRYHMEMRGSGGSNPLSQHSELSNADGERICWICFATSEDNPHAHWVQPCQCRGDTKWVHQSCLYRWIDE
KQLGDRRQTVICQQCQTEYIMVFPQMNPIARVLEKLDYAVRRICPFLVLGMFLCCIYWIALTYGAFTIIQVVGQDRAMQL
MENKVILLVGLPFIPVGLILFRLVRWKDAVLKAMRSIYIYIPRKLPFFHRTNQSEGASRDLGDLGDLDDLSVSSSSSISL
PPIQHNPSITEPFYISRLICGAFFLPTFATTVGNVFFGRLDDALQRTILGGIAYIGIKGLLKMYLDQKLYLRRLGRCILN
YTDENVRMIDQHTQDNSNYNPNQGSNDDDRQFAGFNESIDDSFSVHTTDSAVGDASSIQIVVQ                 
>Dmel_FBpp0070905                                                               
MSHHQHVLSEAAALRLINGLESAGNATMPLGAQPPQSAAAEAICSSQIVASAHGTPTASTAALEISSARQRMLRSHLQES
LHSANESGNSCRICRWNRNDMEIIKCPCNCKGSVGYIHLKCLKRWIMHRRDNRCEICNAVFNIAEERASLKQMIRTFCCG
RCCGLIVKHLLFSASLMPLAHIILQQVLQCMDNMNQGSTDQLTVQEVFVASCALLTSSALFFHFFEFVTTRFMLIRNILS
HWWMFGSTSDFELVEIEDDSIDFFDD                                                      
>Dmel_FBpp0071135                                                               
MSRQFMHLPLHSRLRRLRSGLEPPSGNVVDDRMCWICLRGDEDHRRRDWVHPCRCRGTNKWVHEACLSRWIDEKEMLSPG
APVTCTQCRTEYIIVMPPLCRFDAMLERLDKGCDRMCPSVLMGILAATVYFSAVIYGALTVLQLAGYSTGMKLLQEDPSL
LMIVLPSVPTLLLLSRLVRWEDCVIRWLRRRKRSAIPAEQLDAVGLPLPGAPLSDEYFDELEREYPASDGLIGGNLATEQ
LGRASTSFCIALSLPTISVVLGQKLFGRIYEENKLLSILLGGLTFVTIKGLASIFLSQSQYQQRRHRFVMDYTPRNRINY
QSR                                                                             
>Dmel_FBpp0072779                                                               
MDDLSQGDICRVCRCEAQPDRPLFYPCICTGSIKYIHQDCLMLWMRYSHKEYCELCSYSFSFQPIYAPDMPRVLPIKDVL
VGLMSAVLEGARCWLHYTLVGLAWFGVVPLSAYRTYRYLFRASSFDMILTLPFDIFSVENLASDAFRGCFVVTCTLLSFI
GLVWLREQILHGGGPDWLERDDAPLQAAAANPAPDPAAEAAPQPQDDNNNADDNEAPAPADNDGQDAQAQDAAPAAAAPV
VDADADEQNWNPMEWDRAAEELTWERLLGLDGSLVFLEHVFWIISLNTMFIFTFAFCPYCVGNFILSSMDLLQPEKPLLH
FHGLITTLFGYCCIGLTLVVLHFFSRVFRLRRVCWFIGLCYIVVKVSLLSVLEIGVLPLICGWWLDICSLPLLDASLKDR
KESFKAAPGTSLFVHWMFGMVYVYYFAAFVSLLREVLRPGVLWIFRNVNDPDFSPIQEMIHVPIVRHIRRLVASAMIFGF
AVLLMLWLPIRILQVVCPDFLPYALSGDSAVNLQLLLLQIVLPGFFEQTQTRIWLKGLLRIWCTAVAWLLGIRSYLLPAP
EPEPEIPAAGEEGVENAAGENENQEGEAADAAAQPPAPPPPPPPPVEPAPAPRNLAAAHQAIMQRDAPVGFQPYDKPSLF
ALRLCALLALMCLSIVCAAMLTLTVPVYIGRRLMLIWSSQPDEKAAGAAAAEGAGEVVENLDPIDPEGARKNERLLRSHE
LYTAELGGYLCWIVCRVVAAVVTLLPQGRAAIVDKIKHWVRVALQYALPVLTLLGIFVLVPLLIGLLIELAVVIPLRVPL
RKTPIHFLWEDWALGVLYCKIAIALTMMGPDWHLKRALDRAYMDGLRDFDLKFVMRDLAVPVVTTIGLALAIPYVMAHMM
FPIFLADAYAQHVVARLVYPVSFIVVGSICILLFQIDQLKKLYLSIKVDKYLVGQRLVNYEHRKKQQQQQEEEKEQQRAA
RELRENQERDREREREQLVQELELAELL                                                    
>Dmel_FBpp0076222                                                               
MPCDNAKTSSDIEHVDWNSGQHYANVRFGSGSSQASQNSGDICRICHCESDPQNPLLTPCYCSGSLKYVHQACLQQWLTA
SETNSCELCKFPFIMHTKIKPFNEWRSLDISGIERRRLCYSVLFHCAAALCVIWSLCVLIERAADDVQRGLIDWPFWTKL
AVVTVGLTGGIVFMYIQCKAYLHLCHRWKARNRILLIQNAPEKIHPVAPPSPVAAHHQHFSEPLAHAGSTSGAVEINASG
AAGGYCAHEANCASMDNGGGGAEMGLHQQMQRLLNASPHHMLQMAAELEVPHSSSSACTQTEDGHGHQRHQQMQQSGQQL
GQVAVAANIECSQSQHNYDRDWALDDVVSQISSFRPCPQGSGSMTPFHDSIHNVLEHSEGSSRGSATDLCAGSRQDLSAS
GISTDTGREHALQLSSFSGSGEHKAPSISSGVSHAVANGLGGFVYKPHQTKRYSNSSIFLENRDVLSDQTSVGPDTAVHP
YDYSTPPKIDYRHSGIMGVDLPIGCCTTDCLGGQPTKEELRRYSDPKLKAGEADTVLDIDLPTSPLSPPAAYASSQQKQR
NSHQLVISSSFDRGVNGVSSSKSSRGYGPSDAQVDRSRLSFKSLPNLSSSCESLLQK                       
>Dmel_FBpp0077310                                                               
MLPSLDTLMRCSKRVLQSPLEAAASQMRNGHSKSAAGGIYGPFTPDNDLSCSGRGDCVNNTCVCDIRYAGNECDIFNLPY
YAGISTVFYVVALVSVIQLLICIVAEYQRLKQPSVLRACRITTQKLLYFMVFVAASLRGAYFTTPLDLQPQWAVTLMSAY
YPLLMTCASLIVCMWAEIFHLRDIRWEKSQFLSKSFLGFVAFNFFLYSLFGIEVFNSLINAERRDYAHIFNGCYAVLLLI
VVVFFLIYGVEVFFKLRGGFVYDQTGKILGPSEAIVNASQLHQSRFGLLFQAVMLIVIVGFLTSETLGDFWKTKVPVNSR
NWHDIIFRIAEIGVALWFPCCLWNSMAPEQLWILNPRKLLSRQIDPSIPTLNAETNKLSPEEGQSFLTKKDCWICYDSDK
PEPLIQPCRCTGDVSSVHHECLKRWLVESCSNSEAQLSCKVCGHPYEIEKSKKLEWDKGFTIQHWSKTVILITLMCVTGA
TAWVVIQMYVDPLVRVMTVGIAVLIGYVCVKCLGENTVVAYQRAKVSSINIVTSSEMEKLHTICEEVSASTSAEAVRAGA
AS                                                                              



>Dmel_FBpp0078590                                                               
MADKAAAPSVDCAAPSVDCATPAIPAVEDHTTLTVPPASANKATDASTSTAVQVAVDGGEPERCCWICFATDEDNRLAAW
VKPCQCRGTTKWVHQSCLYRWIDEKTQKGNALRTVSCPQCQTEYIIVFPQMGKLGGALEAIDNLIKRLSPFLAAGFFVGS
LYWTAVTYGAVTFLQIVGHEHGMSIMESGDPLVLLIGLPAIPVGLVLGRLIRWEDALLRLIRNRGTVVRKFPFVSLIYPN
LSQEEEQQSISNPATPALSDPVSATRVFCGALLLPTISSIVGRILFDTVDNTLHRTLLGGLTFITVKGILKIYLKQKQYG
RRKKRRIVDYTEENIRNFMHRNNNSAAAARQERLPEQRPVPPAERRDAVITRQRGDSGGSVV                  
>Dmel_FBpp0084491                                                               
MASNVAAPQASAGGDSTELERCCWICFETDKEAGRQAWVNPCLCRGTNKWVHQSCISLWIDEKTRINNNLQAVSCPQCQT
EYTIAYPNLWIFDRALELTNDLILTNLYNCLANVFTVVFAYWSAVSFGAKTYLQITGQEGHVHQIIQSGDLLVVLVGFPL
ISVVLILGRLIPWEDALLRFIRICYSLLRSLSMMCLGRKYDHQTEPYPSAPMTEYSASRVVCGAILLPTISMYVGRVLYS
SVDDRLQQTLLGGLTFIAIKGFLKMYLMHSQYICRMKRRVLDYTKENLAEADGH                          
>Dmel_FBpp0085553                                                               
MECEKCDITSNAGDHRLNLTRSLSDLKPETTLEMEIDEALSSSSADDTPPGMIVVETRISSWQKVKCYDKDGTTADAEDP
QIPACSLGLKPNVQFQKLPHPSHPLVSTEAVLAAATSSSYSAGPPKAAATDSIATLRHCVDGATQCNNLNYESASNESMP
SVGSLVCRICHNADNPEQLVSPCLCKGSLTYVHVHCLECWISTSRCTTCELCQFQYNTEQTLRYTCLQSLRLWYSRAMSR
RALQEDCQMFSLLTLVAFGIIGTLLVGIQYYALHTHSWGLSKLWTKSWMLFFLFMTITVYFANIYMLIKSQLTPWYRWWQ
SARDIKLILENRRPFPNPSRFLRSFQLETVSTTASMYTHHDQQEAPVPSSSPVIVITSSEEETEDKLAHKWGTRLDSEVL
AAVVAATVESIADASARESDKQDED                                                       
>Cele_C17E4_3                                                                   
MEDFNASLGPAVCRICMCGETSIPYLGQQAGEPLISPCKCSGTMGLFHRSCLEHWLTLTSTTNCEICKFAFKIKQKSRNF
IDYIRQGGYKKLQSNRNPFIDFAFVLLILPFAFFGVFMSVEGALYAGRKYHYAFENRDNDENGNLEVRNQTSLECALFLF
VALLLFSAFITLVVSALWHHFRQYKIWQAKNKIMFVVDQLDAEQSMHFNPQWKKQGGGWKEKIAKFWGEIRRRPTRAYIP
EIARNDSIPIEPVVGISPVLVANFNRTSPDSNNTHHHDESRNEIPFGRRTPEQAICVSMSSTPQMYAEKLEKLTLSPIGL
DDLFANSRATSTRRESGISPESSSRRDMRKTHSVYSVCSSFGTGVMSCSTPVADNNLRTLTPSPISLSTFKSGCPTEPVV
AINLNDSGDTVTIDSQRGRFHVETLENDYNS                                                 
>Cele_C53D5_2                                                                   
MPSSTTVSLQSASANMCRICHTSTSTRSNPLISPCRCSGTLLFVHKACVVRWLEMSTRKMVPSPRCELCGYDYRRGNIFQ
MKSLHVPHVDRSSCLLNVLFLITVLIMIFCGYFTIQFIQENALLKRRLFAHSSTNTAYTWKRRGYFSGNGNGDGDGSSDG
YFSRTPVSSLFDIKVVLCASMFLVSFILALFTQYKAESTIFRCIFRFFVINKNWMIKNYDIKNDPEMAHRRGLQKSSPVP
LTLSASDMCIHVSS                                                                  
>Cele_D2089_2                                                                   
MCTIIERNLETIRSPKEVSTKTVICRICFDNDTSSDSLIKPCSCSGTVAYVHNGCLEQWVRTTSNIQCTICQDMFELIPA
GLKDWNKITLPRPLSEQLEDYMEFGCTLAWVVYMLRFAYVGLRYGSRSMIENVDMAIGTGMMRSFWWMTFWFNFLYYGAM
CFVFFEKWLIDNTIFKFKDRSGSPSSQISIASRSSKRGMKMPINAH                                  
>Cele_F55A11_7                                                                  
MDAEAYFPADISVVPRDETNVTAPTTEEEKKAASVPMTSLMNGRRRRDPTLLSTILEVPSTSSLLPADASIFCLLCQNKI
RPTSPNFVKPCQCPLVFVHTTCAIDNEAFFGTNCTQCHQMYRPEQATPRQSPTKTTRPVFTTKTPTKTSLPYNLESGTSC
VLCLNQKYQNPEWSEQNDAKLIRPCFCGTLVHHGCITERLKLEKTCQWCEVKYRYFKYGSFVDFCRRYYIQHLCYVFLFA
FVLTMFGIAFHGSLIFHETVEFATIVLSVLAFFFFVLFVGACIFTINHTIVTRLPRFRRRYGNITVVPYDPDVRSKKEVL
RSLKAAQSESFNERENTPLNPPKNLTDMSLEAIRSDSGDLSIGQQMFGITSNARIFSSTPLTHKTKMSVFGNSEA     
>Cele_F55A3_1                                                                   
MEVEHEQPPEHEAGSVDASNRPSTSSENPNPEEPCPQPPSDPIIDDNDDHLMCRVCRGNEGSLYYPCLCTGSIKYVHQEC
LVEWLKYSKKEVCELCNHKYSFQPIYRQDMPKALPILEILRGVLISGAIMVRTWIIYTIVMTTWLGIVPLTAARIYNCIF
YLSFHDIVNAPFQLFKAEHFFNDILKGSLLLLVFVCTFISLVWLREQIIIGGPQHFLNIEAEENEGEDDVVNENNESSDE
SEDDEEDEDDEEDDDEDDEEEEEDSESGYEEDPVPEFREEGEAYVARRRVPFEERRRDILEARHGFRPQMPNLGIYDDMR
DDENEVLENDHVLQNVQEDRIPPPMEPEPIVPRAAARANRRIRRQRENEEAAAAAAAAQEQGGAGDQEDNWREWDRFGDE
LTWQRLLGLDGSLIFLEHVFWVISLNTLFTATFAYFPFRIGNWFLSVIGLHGKISYFPSIVAMLLGYIQIAIITYVIHQI
MLQFKMKMMYRFLGIMFLIIKVFLLVFLEIGFFPVMCGCWMDVCTLPLFNITLSQRIATFATAPFMSIFLHWMVGMVYVF
YSASFVILLREILRPGVLWFMRNLNDPDFNPIQEMIDLPFTRHFRRLVVSTTLFFSTILLIFYIPLNIISSLIPSLLPYN
VSMSAETPLSEISLELLILQVVMPAILEHANGRGFIKYGVRFWCKVVGAALDLDQYLLSDNNNNNQNNNNNNNDPLRAGN
NQAGGGLAAEHQALLLLREPRAYEPYNRPSLFGVRVSILLVLMSLTTTLSSVVVFIVPASIGRFIILMVSGQTNVHEMYT
VSLGLYVCWTIGKFGAVVTKFVRGGPHLFKRAVVHYSYLGMRLFLVAIPIIIVLPLLMGTYFQLVFFTPMRLGYQQTALM
FPYQDWAMGVVQIKIFGVIAVMGPDWWLKTELDLLVQRGIENFAALHVFVRIVVPCILYLSTFIAFPVVVIKFYAFISGA
DPEFTMLLLRFSYPAFLFITSAVVFIRWQVVKFRELAEKIKNDRYLVGTQLVNYERNGVRATAAQ               
>Cele_F58E6_12                                                                  
MGETTSINSAISSNSSLSLASTQVQSPEKPVRPAWLLASFSESTTSGSRRICRICQMHEGDMVRPCDCAGTMGDVHEECL
TKWVNMSNKKTCEICKSEYTNSGAQFKPIKQWSKPKCSLNNIFHVLIIVLLGLLISYVVIVMEERCFYKRIIEKNMYARP
DDTGRICVIIILSLAILNNVYTLIAQFIRYLKSQRQIRFINKHLTI                                  
>Cele_M110_3                                                                    
MALEIDGNEQETEKYCKFCFGTESDNALSFVHPCRCRGSIHWVHHQCLAMWFSKANAVQQVMCIQCQTRYQKQLTLKSWK
SWTIPRFGIDKFGLLEITVDLWITWRTVSGFVGMMNGTKGIFREIILCTMWKCFVASGRRFCYYGNLGLRLASSIFRVSI
DDYEERREIKARLPTDMHWEEISQSSVLN                                                   



>Cele_Y57A10B_1                                                                 
MGERIRLFSTASFVSPATTSTTTRCMEQVGGGSGCGGGARPSAMTVTTNGGGGTVIGLTKSHSLNSFEDSTASVFVSTTT
RCHSGRKVHQLKNPSRVTVTQEEENRNFEKKKSRIDAIGSLLSLHDEEPTSNSGMDAMDLEKGLEKDVSQLGILCHHCST
TDLTCPKTQKELPSPSASSVYSLARSDMSNEPLCRICHCCWPPDSNDPLISPCRCSGSLQYVHVSCLMHWLDISSRKLHR
PAICELCLYKYRRRRVLKYREMKLPQCAQADIRFYTLFVVAIVLMILSAFSTVVCFQLEKSYGLSSSQGELRNRTQPLNV
EGVVSDVPPAAPPSLTAVATASEESSVPTVVLGARKRIGDITVNASTKDESYRREEAENVLSTVTLIAAMVFFLSFFLAM
YAHVKSGLSFCGYLTLCWSSNLEWSIEEYKHSRDTQYLNKLEELRRKINEKQKKAADEVEPLRSSVIVLE          
>Ctel_45913                                                                     
PPPDRSYSTVSLTSSAGDLCRICHCEAEVGAPLISPCVCAGSLKYVHQRCLQQWIKSADTKSCELCKFDFQMTTKIKPFR
KWQKLEMTTVERRKVLCSVTFHVIAITCVIWSLYVLIDRTTEEIKAGILEWPFWTKLIVVAIGFTGGLVFMYVQCKMYMQ
LCRRWKAYNRVIFIQNCPE                                                             
>Ctel_100483                                                                    
DERVCRICWMGEEKEACVRPCRCSGSSANVHAHCLRKWLQIANDYHCEICQFKYQTKVRMKPVSQVGACCSRTRSAFA* 
>Ctel_55512                                                                     
FCRICHEGEEREVLLSPCRCAGSMGLVHRSCIERWLSTKHSATCEICNFKFCVSEESPPLCSWFRHPTRPSDRRNMIGDL
VCFVLLTPLAAVSVWLCCSGALHYMSSTENERWEVVGLASLSAFLIVIYCVWCFVALRYHLRVFLDWRRTN         
>Ctel_225460                                                                    
MESHQQTYTREDMEAGIGYPSICAPLMMPGETCSPSGTCTPMSGACTPLASPSHGPSTPIPSRAMSVIMPLPGTSASRLC
LSHSDSCSTFLPSYTTSLNFDSKSNLSETNSTLNPICRICHMTGTESDGLISPCRCAGSLQYIHSTCLTRWLEICGKKSR
KPPKCELCRYQYHRHKKFKLSHWRFPRVSRQDKALHIVFIINLLIMVACAIATVMCFLSDKGRMSNLTRNKASLTTEEIV
TLSCGVLFFVSFFIAMSVQIKAKHTIYQLFVKFVMQNMQWEIDQYDKRRDSKLFRSTTAKGSTSYV*             
>Ctel_219527                                                                    
MAYSLPNRSLSEDEKTCWVCFATEEDDREAAWVRPCRCKGTNKWVHQMCLQRWIDEKQAGNSTAKVSCPQCNTEYLIEYP
KLGTVLYVLDLADRLIFKVCPIVAGGVFLGSVYWTAVTYGAVTVMQVLGHKEGLNVMERADPLFLLIGLPTIPMMLILGK
MVRWEDFFLKLWRKHSSKLPLLSYIFKESGNYLRTPADTTSISDPLSATRVLCGALIMPTIATTVGKLMFSSVNSNFQRT
LLGGIAFVILKGALRVYFKQQQYIRQAQRRIPDYHDFLQQQQQLSQQQHQAQAEPSPNPLSPPTQ*              
>Ctel_60132                                                                     
DICRVCRSEGSAEKPLFYPCVCTGSIKYIHQECLVQWLKYSKKEYCELCKHRFAFTPIYSSDMPKRLPVRDLIGGLLKSV
GRGVQYWLHYTLVAVAWLGVVPLTACRIYRCLFTGSVSSLLTLPLDMLSTENLVTDCFQGCFVVACTLCAFISLVWLREQ
ILHGGDPDWLD                                                                     
>Lgig_66924                                                                     
SENGICRICHEGDGNEELVAPCYCAGSVGALHLTCLERWLGTSNTTRCEICQYQFKVERQSRSFWQFLRHPSVTADRRNM
MCDVVCFLILTPLTGISAFLCMMGVQHYAQWDGRWEVPGLAMLTCCLLVIYTIWCCVAMRHHYKVCREWQNQNQIIKIR 
>Lgig_213986                                                                    
MDYIPDICRVCRCEGTPDKALYHPCVCTGSIKFIHQDCLLQWLTYSRKEYCELCKHRFAFTPIYSPDMPKRLPIKDICSG
LVTSMARAIRYWFHYTLVAFAWLGVVPLTACRIYRCLFTGSVSSLLTLPLDMLSTENLASDCFQGCFVVTCTLCAFISLV
WLREQILHGGGPDWLEQDNQQANQQRVNKFEYSLNSPANQNEGGNNPAANENEEEVEGEEVAEGNDGANHEANNDVNNDV
NNDNNGAQDDNNWNPIEWDRAAEELTWERLLGLDGSLVFLEHVFWVVSLNTLFILVFAFCPYHIGHFTLVGCKVDDIVSA
SHFEGLLTTISGYVVIGIALVVLYLLCSLAKLKKFRRVLGLCYVVVKVMLLVVVEVGVFPLICGWWLDICSLSMFDATLK
DRKTSFHLAPGTSMFIHWLVGMVYVFYFASFILLLREVLRPGVLWFLRNLNDPEFNPIQEMIHLPVYRHVRRFIASVIIF
GSTVLLMLWLPVRVIKKVFSTFLPYHVMLSSDAPVSELSLELLLLQVVLPALLEQGHTRLWMKGMVRGWTVAVAWLLNLR
SYLIGDEDVIHGDQPAPPQANNVHANNVAPPPAQPQGEGLGAAHQAMLQGGGPTGFQPYKRPSIFAARVIMLVILMCVTL
FAASLFSLTLPVFIGRRLMSIWMGDVKIHELYTAACGLYVCWLSLRISLFLYNWIPQGYNVIIVKLKQWSLLALKSIIIA
VMLIGAVPLLLGLLFELVVVAPLRVPLDQSPVFFPWQDWALGVLHAKIICAVTMMGPQWWLKQAMEQVYNDGLRNLNLLF
ILKHLCLPVVSSLGMALSVPYIIAKSFVPMFDVDEVTQTLVERRIYPYLLSCIIIVSVCTFQLRQFRRLYNHIKDDKYLV
GQRLVNYDPVSRKSQSQPQEAVVS*                                                       
>Lgig_214381                                                                    
MEQRRTSVEERNACWVCFATEEDDRDVSWVRPCRCKGTTKWVHQSCLQRWIDEKQKGNSTTKVVCPQCNAEYLIIFPKLG
PVVYIMDIADKIIYKTCPFVAGGIFIGSVYWTAVTYGAVTVMQVLGHKEGLNVMERADPLFLLIGLPTIPVMLILGKMVR
WEDYVLRLWRKHSAKLPLLHYLFPDELSRYTRVPAETVPLSDPISATRVLCGALVLPTIATIVGKLMFGSVQSNFQRTLL
GGIAFIAIKGVLKIYYRQQQYHRQANRVVLDFPDDITTGTDNSTQTAPTS*                             
>Lgig_231933                                                                    
MISPSESDHRESGNDGTSNNDGTNNNDGNYNNDVDGNSNTQQHSDVANPETVALVNFEIQNDDVTDDTVNLIQTPSGSIQ
TTEDNGNSTPSTSATCHQCQSRKSVSFKMEDEALPCSSSVCKKNASTGSTSPPENTSCESVTCQSHESSNSSITCRICQL
SETETGEPVKTSDCHCKGYLDAIHRSCLLEWVHYKGTRICEVCSSEFSSAPNLPRRSSSDEQRQQELADLFRQYSNLRPI
TKKKRALMGSLLVFLTVMSIVAGVLTVSTDKQFQTISSDPWSSHKSVNDSYIMFSICLSFLLFCVAVTFGTMFTWCTLEV
TYHYQRQRVWQRALRIAADDHQNTA*                                                      
>Lgig_234708                                                                    
MEYGSKDLRAEDSDCEDDSLSYISSPNLTPIPIKKFKQPLLGDASTVCSDNMPCCRICQLPGDKTEILFSPCRCSGSLKF
VHYACLLKWLEILSKKTKKPPQCELCHFLYIRHKRFKLHSWRFPRVSLRDKLLHVTFFFNLLVMVSCAIATALCFLSDKG
QVTKFPKNKVELTTEEILTLSCGVMFFVSFFIAMTVEIKAKHTVYKLLRKFIRHNTEWQIEPYNKSSDSYHGPPQMV*  
>Lgig_235776                                                                    



MPTQQIAVQPLQDVEKEMKEAPSLMKPQDSTNETVQIDHGTIIPRDQCESQMSTLSGNGDICRICHCESETNNLLISPCL
CSGSLKYVHSSCLQKWIKSSEKRSCELCKFEFIMTTQTKPFGQWEKLEMTSAERRKIICSVTFHIIAITCVIWSLYVLID
RTTEEVSNGNLDWPFWTKLIVVAIGFTGGLVFMYVQCKMYFQLCLRWRGYNKVIKIENAPEDENVRAEAAARIKAQVHEG
GNINSISLDEIDSI*                                                                 
>Nvec_XP_001640868                                                              
MHFIFRRCWVCFATDEDEPSVAWVKPCLCRGTTKWVHQSCLQRWIDEKQAGNSAATVSCPQCNTDYIIMFPPLGPLLQAI
ENMDRIVNKVCPFAAAGIVVGSLYWSAVTYGAVTVMQVLGHKDGLEVMEKADPLFLLVGLPTIPLTLILGKMIRWEDHVL
RFWRRHLSKLSFMSFFLPKLKSDSDVGYMREPAEATPLSDPVSATRVLCGGLILPTIATLVGKVCFGFVESGLHRALLVR
L                                                                               
>Nvec_XP_001639316                                                              
MCFTVDICRVCRAEGTPDKPLYFPCICTGSIKYIHQECLLQWLKHSKKEYCELCNHRFTFKPIYAPDMPPHLPVRDFISG
LSRSILRAVRYWFHYTLVAIAWLGVVPITAYRIYRCLFAGSVSSLLTLPLDMLSTENVFMDCVRGCFVVACTLCAFISLV
WLREQIVLNGGPDWLEPNMDPLPQLPANLFGGPQGVNVGAGGGVFGGADVMGDIEDPGDQENMEEEDADPPDEAELPENA
ANNGEADDVNWNPVEWDRAAEELTWERMLGLDGSLVFLEHVFWVVSLNTSFILVFAFCPFHIGQFAVILFSVEEAVQSSR
FEGVITTVLGYIILAASLVICHTVSSFFSFKRARRIFGLCYVVVKVSLLMVVEIGLFPLVCGWWLDICSLALFGATLKER
VQSIGSAPGTAMFLHWLVGMVYVFYFASFVLLLREVLRPGVLWFLRNLNDPDFHPVQEMIRLPVHRHARRFLLSLVVFGT
TVLLMMYLPVSLIKAFVPSFLPYNVQLSSEAPVSELSLELLLLQVVLPALLEQGHTRQWLKNLIKGWAVTAAYILDLRSY
LIGDVPLDGLVNNAPVNLNVNPDQNGAELQGPQAQLIPQPQAAHNPDGAVFGFQPYIRPKMFVFKIVLLVIFMCMSLSFA
SFVILTVPVGVGRAVMCLWMGSLAVHELYTAACGLYLIWLVCRTFAVIMSWVPLGVIGIAKKLGHWMLLGLKCVLIAVVL
IGVVPLLLGLLFELIVVVPLRVPLDQTPLYFPWQDWALGVLHMKIICAVTMMGPNWWLKAILEQVYNDGIRNINTVLILR
RLAVPVVVCLLLAVTVPYVIANGIIPIFISSADTVVFCQRRIYPFLLAVFMLIGCFMFQGRQFKMLYERIKNDKYLVGQR
LVNYENHRRSIGTTTSRPKDDKN                                                         
>Nvec_XP_001635656                                                              
MRYLVEIPPYELIAEQQTANLCSGDHGILILKTSPSGISSQILQDASETILWAFPRDTRSIGDEVPATILELNLCDNRSV
RKEAPETTLELNFCENQSLGKEALETTPELNPKDNRGLGNEVPETTLELSLCNTRSTGKASPSLSCEVICRICHGGPTTE
MLIAPCRCCGSAKYVHQSCLLMWFDRKQDKTCELCLYKVEMKPKGLKPPTKWKLPNRSCDFVAVLFSLFCLVLISFIGLV
MWVASNRCLSPVCVVLYFVCTIAFLYIAYCCGCVRQIRGYWQSWLDTNREMFILSRKESKVVPAILDFSIGLMNNLDMQR
RGRAVHAS                                                                        
>Nvec_XP_001633560                                                              
MNTLASSELAPEQPEDLETVVTLWPTEFSKLMDSESPENLELHALNMDGDVSNASNSKSSPKLEFELPIEDSKQELGFFA
EFEYENECRICHTEGDEVLISPCKCSGSTKWVHESCLVLWFQVSRTSKCELCAEKISVKKYTKPVREWRRPDVKSVGPCS
KVDLWYLFVTLFSVSTIIGFVVFQACVKSDDVESTAVFSAIYVLCAFMIVLRVRYFYQWFTRRSFFWQKWRRLNQEWFIS
TEGPRCEVKTLPPQDPGCELQEVLSVEPSTLAAPSREETASPGSSPEDSSIEDSIQGESRDSSLSELIKGRGIVMSESMV
>Nvec_XP_001632424                                                              
MAGKCLEVNMSDSPGKEEATMVGHKPSTSAPTTHKVHVVSSNSIQPSPDSSEEVPEQTSVVELNAANATNIKQNRQQRVF
DMMKLLQQKHLQDVMQTEMSDRGSWEVAETQNICRICHSAGEEPLVTPCHCSGSAKFVHATCLLTWFKKAVKNTCELCRC
KVAIKKKGKPFAEWRKPEDKPIPLIWFIVFLVGLFLNVFSISVNASEVCTTTACIIFYVVNGFGVVLDAAFLYFWWTRCL
FYWKKWCALNQDWSILSCPASAITQRPAEERSLRALQISQIV                                      
>Nvec_XP_001629933                                                              
SVASSCLEICRICHCEAEPDQPLISPCHCSGSLQYVHQTCLQRWIKSSDTKKCELCNYEFIMEAKMKPFRKWQALDMTRS
ERRKIMCSVSFHIIAITCVVWSLWVLIERTAQEIRSGKLDWPFWTKLVVVAIGFTGGLVFMYVQCKVYVQLWKRLRAYNR
IIMVQDVPPAQETAEFV                                                               
>Nvec_XP_001629335                                                              
MCRICHGGDEDEPLMVTCRCTGTVKYAHQNCVLNWISKSGNQYCELCKYKYKTKRKKIKSLWKWQFPSVSTKGWLHIGLF
IAFVTMLLTSITWIVWSRVSSTPTAVAERTTDEVKFAYMLNGLFIALAIGGLYFDSYRHVRRYFQRWSVLNRHMIIEPYC
DQDSLTERTVSSLKTAVSIEQRPGSEASIAIDIAEGPTEPREKQQQNKSKRGNGTWV                       
>Nvec_XP_001629312                                                              
CRICRDSTAGCDVISPCHCSGTLGRVHVRCLEEWLSASNKNECEICKYEYHLQRTPKTFRQWLKNPRSRTERRYIIGDCA
CFIILTPLVIAATSLCAQGSFYYFSFGQSWIAAGLMVLCSFLWFVYCFWVTITFRFHRKTWRQWRARNQTVRLL      
>Nvec_XP_001628588                                                              
MTDDVISVCPGDCNGRGACVAGSCVCEVKYSGGNCTDYNLGYNVGFGAIFYILSAVSFLQLILCIRSEFCKLKRPSVAKA
CRPTVQKMLYVCMIIACGSRGLYHSGYLPGTLAPNLITPNLFSVYYPMIISGFSILICFWAETFHVAGLRFDKPRFLNKS
HKGFIMINSFIYVVLLVQVITIETTDLKTQNIFSGIFASLMFLVLVFFLIYGVELYYKLRGAFITAQSASVDCTQATLSR
VGLVSQALFQLLTSLYLMGEVMGNVWKDSIPVASRNILEILFRVFEVGVALWFPCCLWNWESPHQLWVLNPKKLLRFHRS
ADSETKSLLSSGSPTTSYESIEPAKDEATIEYDCWVCYDTTRTDAGPMIFPCKCKGDVAAVHHECLRRWLLESTSSESRD
PPRCKVCDEEYILTEGRTWLPNGLTVRYWSVTIVILSVMVASPTGAYMVCFMPLSTACKVLIVGMSVIMEYLCLRLLGFN
IVSVYRRARITALTIIGRKPEERTASPEPSEQGPNLPVMST                                       
>Nvec_XP_001625261                                                              
MAVFICALAGWHRRRDKNCESPEEQQSLMSEEKDHDSCESTSDCDSCSEYDYDENELSTGTNSTGRPSSQAGSSSVTSPP
YRSSESSPYRGSVGRVASPKQGSMGSESIENDSSTCVVTVELEIPSPKQRSMNDSSIKQAVSYGSDIDNVCVDLRRLFAT
PSMASLPQEIENICELENTTQEARAEIPDELDGDACRICHCGGESEVLISPCLCMGTVRFVHHSCLMDWLQRCVKTKCEL
CLYPVAVRRKTKPLKKWRPPDEKPTPIIWLCTFIIALTLNIASIAKDGSQRCVSNPCIIFYVVGALGAMLGFAFFYHWLK



KSILYIQKWLALNEEWNLIGPTNLRKLGNANLAVSLEKSPKNRLRKVTEQERERVEEKSAGSKAISVDKTNEASEGSVIE
VIPRVQHSSGRVLQDSV                                                               
>Nvec_XP_001623742                                                              
MGVTMGVYCDVAFQRNRQNSHFFVSSNGKLYSKTIFKRQYIENTMTHLDAIDDPFMTTIGLEDDEPMCRICQNTVQRMIG
KEELIKPCLCNGTLGYAHRSCMEQWLTLTEKKKCTICEFTFKTKTVLKPITQWTWLPMTTEDIIMLVGTILSQLTVLLQL
GALFYVSSKHYLGECPTPLAVAICGIVIALPWTIVITVGVTANLILSSYWETWRKLNKKADICFRLAQEELLKEAKRGKV
RAETMGSMEIEVKDFFSETVNEEKSRKSSHSKSRTEKECGKEEEWKRERSPKRHHKRHSKEKKL                
>Adig_550v118787                                                                
MDGSVQSMRAIEDNCVDNATAMCELLASRDTADTVERTELGKQIDSQGLDSTKSHHTQTSVSTENTEIHDTESSNDPFKK
CIANRKCERIENLLPCSSSNRGVAIDVKDGHASSIENECRICQSAGSEDLISPCKCSGSAKWVHESCIVRWFQVSNTSSC
ELCARHVLIKKTTKPLQQWRLPRGKLGPCSRVDLWYLFVTIFSICTIIGFGIFHLFIKSKDAESTAVFGAIYALCGVMIL
LRVHYFYVWFTRRSTFWKKWQRLNRVWKVALPGTVLNVSEEVTFV*                                  
>Adig_5660v122848                                                               
MPKMTENANECSEPLQRVQVVSSVSMDAVETMPQDREEQLNICRICHSLGDEPLITPCHCSGSAKHVHATCLLTWFKRAV
KNTCELCRHKVAIKKKGKPYSEWRKPEGKPIPLIWFTVFLLGLFLNAFSIAINASELCMTTACIIFYVVNGFGVILDTVF
LYFWWTKCLFYWRKWCALNQEWSIVIGPGHFAPQRTNQDEQRSSHRTTSFIQIPHIV*                      
>Adig_12478v109142                                                              
MVLHKTEEKACDSSAKTDKISAVTESETENLTSARRGYNTDDVVTCERILIMNEKEENKSKIDTDETKADASSRTFLDRE
QLDVNISSYLQEQRSENEGVLYKIPLGLENEKLSRNNSLESIESVTSGSNRVKIERASDCENMSYSDKSESVVVEMGDTT
EDNGVETAGKASPGVTVVYVCEGENLELESDVCRICHCGEEAGVLISPCLCTGSVKFVHHACLMNWLQRAVMSKCELCLF
PLDVKRTRKPFKKWRLPEDKPFPILWLFTFVVAMTLNIASITKDGSQRCVTDPCIIFYVLGSAGALLGLAFFYHWLRKTM
RYFGKWIALNQEWSLVGSHDLRERIGQTNLACSTKTLSQPDQTQQIA*                                
>Adig_13012v109637                                                              
MLVFYEPKTMPVQQILVNPVTLQQTINKDRKNGKPKSSDGIITVPNLENSDEKPKPIAKKSLSTTSVVSSMEICRICHCE
AEPDQPLISPCLCAGSLQYVHQSCLQRWIKSSDTKKCELCKYEFIMESKMKPITKWKALDMTRSERRKILCSVSFHVIAI
TCVVWSLWVLIGRTAEEVKQGQLNWPFWTKLVVVAIGFTGGLVFMYVQCKVYVQLWKRLKAFNRIILVKDVPPPQEAAEY
I*                                                                              
>Adig_13818v110390                                                              
MSYFVGFGAVFYLVCAVSFIQLRYLPDSLGVNLFNAYYPLIISGFSVIICFWAETFHVSGLRLDRPCFLNKSTLGCIIFN
VFTYTVFVAFLITTEVTDGKTKVHLSNIFFGFFVALMFLVLTFFLIYGVEIFYKVRGAFITRDTQPSNVDAIQATISRFG
LFSQASLQLVTSLLLLGDIIGHKWKDSLPVEGRNALEIIFRVFELGVALWFPCCLWDWKSPSKLWILNPTRLLVHGGNEE
RRHLMDPSRPYNCYKSITPSETPEDLDAPQRDCWVCYDSERTDAGPMIFPCRCKGDVAAVHHDCLKRWLIESSVDSHEDA
QRCKVCGEKYKLTTRRTWIPTGVSVRQWIQTTVILSMMVGTPVGVYLVCLTEIPPTCKILVLGLAVVLEYVCLRLMGLNM
LNVYRRARLATMTIVGRPVTRIEELPEENQPTAEAREITAA*                                      
>Adig_14681v111200                                                              
MDSAVVSSSSLPCLWLNQAKICSSKGRNHELNSKHLGMASEPLLLLPPSDLENSCEEIARNACSVETIAVTGDSTPVGTD
GTGSGTYLMDYCFFCSQSGPVIQEKVCDGRKSRGKADSKSLQDLSSSDLSTTASTPQLKANSCDNFKRIRVSLMQVLQND
VSKSHFEEKNNCLEDRSISSSDGKSSELRESSGLMCRICHGGFEEGELIRPCKCTGTVKHAHQNCILHWVSKSGNQNCEL
CKFKFRTRKESVKCFWKWRFPEISTKGWLHIGLFIAFATMLLTSITWIIWSRVSRTPSAVAERTTEEVKFAYMVNGLFIA
LAIGGLYFDSLKHFKQYSKRWRALNQNVVVECYMSDSDSRKETAVPAPSCSSNQGHHSFASVAVEETERQGDAHRNNPEA
WV*                                                                             
>Adig_17127v113401                                                              
MSQWVRPCRCRGTAKWVHQVCLQRWIDEKQGGSSTAKVSCPQCNAEYIIVFPPLGPLLQSVEFVDKLINKFCPIAAAGVV
VGSLYWSAVTYGAVTVMQVLGHKEGLEVMEKADPMFLFVGLPTIPLALILGKMVRWEDHVLRLWRRHVGKMSFLNYILPH
LTAGLATRTPAEPTPLSDPVSLTRLLCGALVLPTISTLIGKVGFGFVHSSLHRALLGGMTFVAVKGVVRIYYKQQQYVRQ
AQRVVKDYEPE*                                                                    
>Hmag_XP_002158651                                                              
METIYGEKTILVWKDKLGIGTKTCIYKDKKDLSNLCSEDKILVVKDVKKEATANDHLLEEKKQNHHDEELPIYCSDITNM
KQKKKFYNPINNSMVSRVCRSCHDISANTDKFNIVKGHSECNLMKSSCESQSCNNYSELKTENNDIKKEYNNIIGNLQRN
HASELNSSCIVLFKTNCETSQSSDKNICRICHSDDDELIAPCNCSGSARYVHAKCLVTWFKKTVKNQCELCMGDVKIRKI
NHRFVLWKKPEDRPVPLIWFTVFFVGLFLNILSIYVNASELCKSTACLIFYVVNGFGILLDAAFLYFWFLKCRHYWKKWC
ALNQDWYIDDLKDDVDYVKDHPV                                                         
>Hmag_XP_002157760                                                              
SFHLSGLSSDKPQFLTKSVSGFVIFNVIIYTMLVGQLVSNNILAQPIKSQINVVINGVYAFLMFFVLVFFLIYGVEIFCK
VQGAFKSERNYKESINLHQLFQSRLGLIAQASLQLAVTMFLTSEVLGELWKRKARITDRNIVNIAFHIAELGCALWFPCC
LWNVFRPDELWILNPRKLLLLRKNFESQPIASFRKSYESLVEISQVEDESKEKKNVCWICYDEDNKVDIIEPCNCKGGMK
SVHHDCLKKWLQERPENSDSSTLCCSVCKVQYDVASDHSLFWNPDKLQFRAWAQTFFVVLIMASMPVLLFALWQKIRIAP
LKVGLVMVMVIVEYFMLRMLGFNYIKAYKYTKTRSLKILSRGAKSDTATLNIAT                          
>Hmag_XP_002155541                                                              
MKYSNHKFGNASVMGDSKPQILRAFAHWIDQWQNSQYSYTERYSLTAQSFKALFVTLQSTSSLIEDLLFEGYNYVLTSCF
QSDPLERHFSKRTCWVCFGTEDDDTSALWSRPCRCRGTTKWVHDSCLQRWFDEKQRGNPTVRVFCPQCNTEYTIDYPALG
PLLLLIDSGDKMINKLSNVVAAGGVIGSLYWSAVTFGAISVMQVMGHKQGFEMLEKADPLFLLVGLPVIPFGLILAKMIR



WEDYILNLWRKNSQSCWILRKFFGEYDSENRPLRQPEDTSQNDLNSSTRVLCGAFTLPTFATAFGNYLFPKVESPLKRVI
LGGATFILIKGVIQIYYRQQQYLRLARRQIKDFVEPISKPSDDIPTSL                                
>Hmag_XP_002162482                                                              
MVSFVINNLLDELSNTKKEGELENFLEKTKAQKVASIKTEVNKSLDKKNIQIKSDIDKTNQSNQGEKFWFDLKDKITLER
PPVKIHVSVTQSKTSDLDAKLKQVVGSDAELNKNLLEKVSKAPLTPLEIKSLQEELKLQGKERHISQLLSVMVDEINNGK
VDHDKKFQELMKVINTKQVFVEAEHVHEESISSNQSADQMRSLLPECLPQNAFEAEMLNINQQWNFPIDNEQNMGIEDET
TFDQHVFLDHLLDEFPKVAPVQKFMELVIIGLQQNPYLSVQQKEKQIFWFKEYFEKFPEDDWKHRRVSNSSCRSLTSRVN
DICKICHNEQTKNDAFVSPCLCSGSLLYVHQSCIQKWIKMTGAKSCELCQYGFNIESTTIPIRKWKSFELSPNERRKLLC
TVSFHIVAVTCMVWSLCVLINHTAEEFKRGNFEWPFWIKLVVSVIGFISIVVFMYVHSKFYVKLFLRLKTYNRAIFITNV
SEIEKERFKTHFVEIQDKEVELHKECQINQD                                                 
>Hmag_XP_002162358                                                              
MALVLRIKAETNFEFKKQEDTLSPSTRSGTSCTVEICKICHSESTKDDAFISPCLCSGSLLYVHQSCIQKWIKVTGAKNC
ELCQYHFNIDSTTSPIRKWKRLELSHSERRKILCSVAFHIVAVTCIVWSLWVLIDRTAEEVKGGNLKWPFWTKLVVVAIG
FIGGVVFMYVQCKVYVHLFTRLKAYNRVLFVKNVSEIEKERFKLRLIEEKDIV                           
>Hmag_XP_002156095                                                              
MNLQTDDNDEYNSLKGNDCKTSVCRICYGSSEEEELKTPCKCLGSVKHIHQSCLMNWLRTGNNHCEICNTPYRFHRTTLP
YNQRISPNKTSWHLAWIVKELVVLDWFHFLEMVFICVSLMIINRMSSFDLVYQFGLIGLVELIYYTLNVACCFFLLYYES
WVQLNIKMVVLNYKDPLKENISLWLKILEWYASIIRKNKRLKNVVDLIRTEDFVFIEDN                     
>Hmag_XP_002162143                                                              
MLMQILDVVDADLYDIDKDGFVTSVAVSAFGLNSGGETVSTCDCLLCIMSRDKSKSINLQDVLNMYINDPEVPKEVIDKI
CCTCYQRIGSGIQHPCNKRDIVQNLKTLLMLTGLKTVEQVLSKSLKEIQQFKNIELDNTITLSTGGTPLSLQIGKKPTLK
TNSTQTFYNIKRKHDMSDCTIDSIAMELRKDLGRLGVESNSSKKIKIMSHALNNYYSVEKVEFLSKNKVKENKTIESVIK
DLVYVKDPVSLVNHVCIARGLEVENVIIRIGIDSGQGSLKVIMNVFNKEINYDSKETKNTGVNKVIILAFAKNFYLAADL
KLCNIVLGLSGHGGKCSCLFCDGDKTNLGELRTFNMLKNTYKNFAESGFKKSSMQLYKNVIHPCLLVESGEMYVLDVIPP
PELHLMMKIITEISNVFCKEPDVALWLKKHGIIWHGYNGGGLDGRNANKIRKLLPNLEKFILDNFSSYYPVVELLKSFSS
GKPRVCEDYIQPQSFYGMERKFSHRHSKFSSSRSGSVASMPERHAWKPNPLHEDGVSLISEPVATNYVSRQSCNTNYTVR
ESTEKRINLKDPFEKIFRSNYCKKDEIITASTSIPPFIVVNVPKSQNFQQSMHETSTIVSEGIKCRYCYNIEDENLITPC
RCSGSSKFVHKSCLEKWLTLKNKNECEICKTKYNIRTSFNPIWALRFPSMDKRDAALLFITLSFYITLILQFLGAVFIGV
SEPTAIPHMMRSVTLTGLSLGLLWFLIGAIFLTIIVYTSRYWEEFRKMNRQKTLIIDKIETYNKSSRSINVLADTFKSDS
NNFKKLPNYVSTMNIETFETTSSVSASNATFDNDFHSFQNNKNQNNKLLMSEKNCFLRSNNKNEGDCITVSVDFEATKTL
QSNVIKDKSNRQSITFEDKSILQSGVNNDKSNRQSKIFDEKNIRNSKVIEDRNFRNSKIIEDKNIRHSRYYDDQSKPDSL
GRRSRRNSSRSYKKDETISTMLPIDLSLAVAMSSCYKARKYKDYTSNDLSKCLEEVKCKKLTQNKAAAKYGISRRTICYK
LKGKHNLKPGKPYFFSKFEEAAFVKCTIQLSDFGFPIGKEDLRHIMNNYLISSGKKVKESKIFPGPDLVNSFLQRHPQRT
SKFVPNLKKSLAIVNEGILKDYIQQLSITVQNVPLSNIYNYDETNLTDDPGSKKCLVKRGNKYPANIRNTSKTSISIMIS
GNAAGEVLPPFVVYKALFDLKKFKCKILCCNENGCNGCLFKARVTCICPIVAKILLQELFFQQAQRNKIGNKISLQIGLV
DISETHRLTRYLGRKESDKKPIANSENIGRIDLTKYMREEEVGKLHPLEKKRRTLFNDQKYLYQNTHAINARVFPENLKG
KEIGPHSNFANRLCLLWCSKIVLSVEETYNLQLLVEFIVGVYTPLWFEIKVKWKWNKGPYHILKQLKLLCHQRLKVKDTV
MPYVLSSSWNAHCENVLQELLSTLEKAKRQFEVETFLKFRGDLEYGNTNERSRKHHIHNQNAESLFNLID          
>Hmag_XP_002169809                                                              
MESPTKEIYDISVIKTLPHASSPVLPVPLADNDKYIVNNEIYKFQNCKHPQGSSINRKLSKVQSLDTFSFQKNEKSDVQK
ICVIEIESSNDFIETERKNCLIETKNTSYDIDSECTNIDKVLQNEPDADVVKNKNDFHENQSLIQENGTSEKTSLFREIG
KINSFDAVSLSEPCCRICQCDTTEDKLISPCNCCGSVKWVHQSCLVQWMKSSFKDSCELCMKNIKIIKRRKSFSKWQLPT
QRPTPVLWVLVFISAIALNLASVVKDASRRCSSTPCLVFYAVGCIGVILGTLFVVYWSKRA                   
>Tadh_XP_002114569                                                              
MIYRRLSEIIKRTCWICFGDEDDDLEAEWTHPCNCKGTSAWVHQACLQRWIDEKQNGVADFAVSCPQCGIEYIIAYPQRG
FLMKLLDAGEKVTDALSPYITVTILLGSLYWSAVSYGAVTMVQVLGHNDGWNLIEKSDRLPLVIGLPAIPLILVLYKTVA
WEDRCLRWIRQTSHKYSVATPEDRPQRVPAEPTHSTDLSSLSRIICGALALPTIAVTCGNLFYGNYSLSNWQKALMGGAT
YVILRGAVKMYYKQQQYVQQACRKILNYPVD                                                 
>Tadh_XP_002107876                                                              
MEKENDQICRVCRLEGSTDKPLYFPCHCTGSIKYIHEACLLQWLKHSGKDFCELCRHKFAFKPVYAKEMPSHLPIREVLT
GFMSNVIVSIKRWIQYVLVCCTWLCIVPVAACRIYKSVFRESLSGLIGLPINMFSLDNFATDCAHGLFIVCLTVSTFVGL
IWLREQINESPPPWLVALPNANINRQEPVNEEHRNHDVNVDNAGGDVGEANNTEDNQIPAPPVNQQENNNRNWLELEREE
LTWDKILGLDGSYTFIEHAFWVVSLNFLLIFILAYIPYKIGCLGLYFLPVEYLFAATRFGGFLTIILGYVTIATFFSLLY
VSSLPQWKRFLGITVIAIKVSLLLIVEVGIFPVVCGWWLDICSLPLFGSTMEDRQKSFRSSPGAAMFLHWLVGMVFVFYM
ASFVLLLREVLRPGVLWFLRNINDPDFNPITEMIQLTIWRHIRRFLASVTIFGTSVLVIVWIPVRISVRIFPGLLPYNVL
LFSDTPASELSLELLFLQVILPALLEQGYTKKWTKSFIRIWSRTVGYILDLQSYLLGHENEEGSSENVQIINIPFCRSYR
FGGGIGAAHAAGAAIFNRRVLNNSPYRKPNQFILRIIALLLIMCVSVCTISLLGLTVPVYLGRYLLSLWLGDTAIHELYT
VACGLYAVWLICRIITLIVTYMPMQWYAIFDKIRNCVVLVLKLGTVTVLLAGVVPLLVGLLFELIILVPVRVSLNQSPMY
FLWQDWTLGVLHTKIICALTMTGPDWWMKLALDQIHNAGFRNLDFAFVIKSLAFPVISMLLFLVTAPITLASGASKLFGL
SKYLQNYCIRRIYPFSLLICVAVITIKFHIKQAKRLYNRIRDDKYLIGQRLVNYEP                        
>Mlei_ML00199a                                                                  
MEVIREENDPPKDAVIEEVTFVTGHSYQKSEVCWVCEDAYSSQPTIRPCHCPTSSGTAHPQCLIKWMNTYCKGRCPRCAV



KYQVMIERKPRTLWEPDPLLRERKTKYIVMVTLNLVVTIVCFASIGHLIQTTKSQNRTPARIAVAGTIAVVFLVYVFYQS
RVYVRVYERLRIYNNKVIGIYEWEERNRDHVEARHNLSSFIDQSDL                                  
>Mlei_ML06538a                                                                  
MGIANLEFLQAKKDSSSSEGSDFCRICHCGSEVEELISPCHCSGSLGFIHQSCLQEWLGSTNKKVCELCRYEFKLHATLR
PLSKWRLLSLSRYERRKIVCSVTFHLLAITCVVWSIWVLLQRLIQEASHSELGWAFWTKVVVVIIGFIGGLSFVFAQVKM
YYNLIKRWRSFNKVILVVNKTDDHGETDDILPTTQPRTSSQPPVFVV                                 
>Mlei_ML07341a                                                                  
MMVAVAPSGNAATPALPPLSDPFEEAPAALISEMTGGFDKDLPDDHEDQDELGELKKHSRSARAAHLSNLQEKCRICLCG
HEETEPLIQPCECTGTMQFVHKPCLVQWLNTSYKGRCEVCFFQFKIKRDKTKFKNWKPLPMTSTQKAKYGIIFSLHILAL
VFFIWSDYTLIGQCMRADKNTTGYWIKLAIIVVATIAFLCFAVHQSRVYVRLYERVSVYNMAITNVFGKEENVSRFSKRD
DLTMTSGMFDRTSGGSIGGFFDMQ                                                        
>Mlei_ML094344a                                                                 
MGSSPKMPLKQVIVNPIAEQSNQRNQSADIETGSISEIKDNSSIKSEKICRICHCGVEDEEFISPCKCTGSLGFIHQTCL
QSWLNISGKSNKKQCELCHYDFKLQSTLKPFHKWKMLKLTPYERKKVICSIAFHLLAVLCVIWSIWVLMERLITEANQND
IGWAFWTKIGVVFIGFVGGISFMYSQCKMYVTYFNRWKASNQIIVVLDMNETPIPDPQSMKQVDICNQEQAHIAEVG   
>Mlei_ML10296a                                                                  
MKYSDIRQVGSSDSEEDCALTDVPLVSSPSPVLRHHSEAMASTCGAESTPYHSTTSVPGYDPTQLTTTPPAPPVCPPVCP
PVCPDKEPCYTSVTLAPTSDIRQFCTLSDTDSTVSTTPDIMCRICRSEPGSEKIISPCYCAGSLQYVHQSCLLKWLKAYD
CVNKHHCELCQYEFKLKPKPWMEWRMPALSVTEQRRATCLVVICVLAVLIVLWSINDLVQNIRVTNIYMNWGFWTKLLFI
VFGLFILAFQYPTIKYFYLKLRESNQIVLWGEEGEEQELLETGKLKESSRTCNK                          
>Mlei_ML154516a                                                                 
MAIAIGANGTQTLALIVTGTIIGTIIGTTDLIAIGDNVPSIGANGCYCVMSMINNVSKQDETTDLDPKDQNCPCPGLDSN
SLADFAPDLYRSYKLPRCWLCNRTDNQEDLFIPCECPRDLGLIHKLCLLDWINTLYKGRCPRCAFMYRVRTDQTPWRKWE
ADTLLKRRKFRHILTLVCTVAFTVGVALTLVFLTNGQAGNRKKWKFKVTLAIVVVLTYLVNIFYQVRVYTRIYERLKIFN
NRVLDVYDIEEARKRTNHQARGNLSSLINHSELNNVDSIDA                                       
>Mlei_ML348711a                                                                 
MAQDTHENVNVEASRRSSKNVDSENVTLMLEPNSTVVTVHSCRTSRSLPGAIETSTDQQANLSWSLIHCDLDLIIPDIIC
KFCLKSDSRINLIKPCQCKGSKSFAHRSCLITFLQERHTRRCKDCTFYINVKTSNRSLRQWTIEPGLYSERLTILTTFSI
HLYTSVILAACSATLLSKFARKDSSEERLSFIGLAKLVTGIGLAVGLIVFLLYHMPHYYKIYNIMRCYNNPVLDVFDHDK
RVVSSGDNRGNSEGSFVALLSKFSSVNRVSAVIVEE                                            
>Ocar_g1624_t1                                                                  
MELRSPPSSVASPDESEYWRMQPLLSDIPDFWTSDSEKESDPPPLPPLPEKMTSAGEDTGDTAIYVGDVCDGTDGEGPPL
PPTDFRAEVYVQDGPSAELQRRSEKEKDDDVFLSPRHERELTAYIEKLLKQSPIVPPPFPSLRSQTTSLRLPTSAATQNS
PSRPRTISDRGDKGSGVTPVATATHLHASLHASSSDFLSAGHGTRQLTSLLGRLLALDGGGFAPISLSPADSSMLIDVDG
KPRMLSLSRGHSFKYSSSEVGTATSAGLLPKLLSAAAKKCAKLVPPPLAVSNANYTLYSFDNLSPETLDEKYGENGSPMR
ALPKPRDPPPLPLPPAVKKLHRPRSLVHQRSEPAGLGXASVSMAIHGKSRASSVCESTADSDHTCRSSTHLLKKKTRREK
VKRGEGCSVDEEHARVECSAATTSGTESRNEIVPAVKGGVKKKKKKKSWPARWLRKLFPRKSSKTSSSPTNDTEDSFAES
LAVREARMHPLALQQQTSKNTLTLVQYRGGDCESLNLPYVISFGSLFCLISVISFSQLVLLSLSDYQKADKNKWSAAFKR
TTAKILHLLTALATLTRGLYFILKDHVSNNWSLNLQSAYYPLLLCSVALVVCFWAEIYAKGSCISESQFLHHSSMYYSVF
CFLMLGIIGMEWLLNILLGKQAVSWVFDGLWAGLILFVLIFFVVYGVLVFGKVKGAFVPLLHQTNAQQLCMSRVGVFSQA
TFQLLVVFLLVFNHTSQEHYRWSLTGINIGLVSLRLLELGITLXPENLWILNPSRILKCCDGSEEEHSSILIKQSDNYRS
TSEINKKGQCWICYDRDSTDVLIRPCKCSGDLSAVHHDCLKKWVMQEGGKASFSQSSDHPHPCCKVCQEKYDIDLPPDKW
RFPQVPGRCWVKVSVLFIVLCGFCVGAQQAVHHDIPGSLQGLVISAVIIVGLILLR                        
>Ocar_g1846_t1                                                                  
MAIRGGQSTANVPPKSPIDDRTCWVCLGTEEDDDAGPVPKEWVRPCRCRGTTKWVHQVCLQRWVDEKQAGNAATPVSCPQ
CQTQYRIVCEKLNPVFECFEEYDKLVDAFSPLVTAMGFFGCVYGCAYQHGMMSLWQICGPGTAAELLKEQDSLTVMAAVP
IIPVALVGSRFIDWQSFLLDFYRKSWSKLLADGTTSKDAAIQREPAQLKIGSDATSLTRLVMGGLLLPTCAMVCGQALFG
SIFEEQWKRSVLGGIVFVLGKGIMKTLYRNQQYVRQAGRRIIGWAE                                  
>Aque_XP_003383820                                                              
MATAEDICRVCRLSGTSDRPLFHPCLCTGSIRYVHQDCLMQWLQHSRKEYCELCHYKFQFASIYRADMPRWLPVNYIYKT
LVRGLNQRLQRWFHFCFVLFTWLYLLPVCTYRVYCVVFKGDFWGVITLPWELITFANLILEGLVGLFIVFVSLLAFISLV
WLKDQLTTGTGPDWLTADQQEAQRQAEPTPRDNMSDDEKAKLINDAHIDMRKRQRTAERLSINESNKKWRKDNEKFIKEL
EDATAKRFYEEGVELRKRQMELIYQLELPMNHYMPALKAARLKNIEGIEKWKNDIVEDLKKKYIISSDVVGLPPEAAAIV
DATPLPSLEERGLTPEQATLFELHQDRPVPITDESRKRELEAELDEVTNRLMELTVSQKLEHERIVHYLSMETLDSDTLD
ELSEGERDMIGSSRFAHQIYNRKFEDEAAMMAGHMAEVRVAHPVLMERTIPTWYQRVTGRNNNNDQQDQFMCVLGAKVTL
PSFLLQAEARRRRQNAPARPNIGQALVGLAREPQDPNAEALQADQLTKMLGLDGSYQFLEHVMWMLLLMTALLLIFGKSS
TICTNALYTEIVHLFLGLIPNKAWNDNWRILFSTINGYVIVMILIMLIIKSFLGMAYLALKISTLLLLEAGIFPLCCGWW
LDICSFSLLGTSLKARQASLNYAPGTVMFLHWLAGMIFIFYFASFVVLLREVLRPGVMWFLRNLNDQNFHPIQDMISQPF
QKHFRRFLMSNIMFGVSILVLIYIPSRLVVYLFPWFLPYNLTLMSTVSPIREVQLELILLQFVIPTLLEHSNTRAAIKNG
VIMWSRFMAKILKLDSYLLDNPQTGGVVVDMHGNVIMTLPYDPNWEGPVHPGPAEVLGPGFAPFKPYLRTKYFFLRVTIL
LFISVTSIITVSAAFLLGPVLLGRTLMGYIGLIAPPDIYTAAIGMYVVWVTVRVATAIISKTREGFGVIMKQLLLWTYQG
MKCAIAGFLLFIVIPLLLGNLVDLLIISPIRVPTNRTPITYFSTEWALGLLHMKCSCGVIWLTDTSFKRTLDQLYQRGVR



NMSLSFVLVSVAWPVISYLFLFISVPYVFFITIFYQTGLTSYATSFLWYRYCYALSFFLLVALSMMLIIVKQSTKIYSNI
RNKEYLIGRQLVNYGTVATEEFTPMAVPVEETGHD                                             
>Aque_XP_003383273                                                              
METDSLTVSTSSPLLVRARSANEKQCWVCFGTPEDEGSEEEEWTSPCRCCGGTKWVHQSCLQLWIDEKQKMSSSISVVCP
QCQFAYRIQYPTSNPIIFIYDMVERTITYFSPLVLAGVTATTLYWASFTYGIIAIAMAMGREQALEFFKSPESTVAVVCL
PIVPWIIVTVKIIRPEVIFLKCLYKYLLPLLARLLKGLSLASLPTRRRHFQQAEVQPLSYISRCFVSMAALPFISSALGH
LLFRFMNNGVKRTLLGGTLYLSMSYTLKVILEHHKGRVI                                         
>Sros_PTSG_06589                                                                
MMARQCRICLATEEEEPNMRLVSPCGCKGSMAHVHEECLLRWVDELDSKPSDGGRSPLLCPQCGRRYAIELPRPGIFLSL
GKFCSRFCTEATPIMAMFGFCMCLWSGLALYGGLVYSTTCRIPLRAMMTYNSPKRLFALLPIIPLTLVGAHTIAQVRLHV
TISTHGVWNIHVMPAGALAARRRRRQQQQQQQQQQQQQQQQERQQEQRQRDRHDIVATLMQNRRVLAQHQEHQQRPQQQE
RQQASAQAQEQQQLDINALPYHHRRHLQQQQQQQQMEADAHVRMWAAAAHPHRANVNSTSSAGSGSGDGVARAMDARVQE
RLRELRRLEAEYAARTFTQQQQQEQQQEQQQQGGEFARTHRASAAGDMRDDGDGAGREIRHAAYLDDDESEEEERAMFGD
GQGGGRAVRFASVMTTRNGHATNRSSHSSTREREGDQGEGHEAWWSEDVAEPERSRHHQQQHGQQQQYEHQRPQRQQQQH
HHHQQQQRQQQHRHHYIDHFHHVVGEAQRGRDQPGELRHDQLQVEDLMDNYREGFSYSVGAFGFHEYADGSDGDDGDDEH
HMDYDGAFGDGVAGGHNDGRGDHRRRMGAMEEHYHLDRLHNVGDEDSDDADEDDEDDDDDDDDVFEDEDVLWEIEDELYP
HRQLRPFDFLQIVIGSLTLPFISTFVGRLFFSKPTRHPLECVFLGACIQLIAMAQQRRVPRSLTRKRSAHSNQKHARHQR
RR*                                                                             
>Cowc_CAOG_00321                                                                
MPRHQPLRAPASLPLFAFSSAAATSLPTTAGGVEQRGGEQLDPFTSHVSVAANQLRTPISGSPHPQPSSPMPSFLDCQQQ
RQQQHPQCEMQPLTGRSAVETGAVAVGAMGAQKWPAETADCQTRRHVVVAPPTCTSNNQRTADPSRVLYLPPWSDDVAID
MSGSMAPAVSGKRGNAPDAWEGDLLLGSAANLKALHVNATNAAAANEKNAAIAGASAMAAATLRDRLNEGAAPPTTTKKR
VQIQITSFNNPAAATAANSDDRAPVGGLLKSSWSLPSLTNIAMSLIPSGYQQLAARRDGESVALLLDDGAAESRAPQMLQ
VAPQPLFHVSDDEDDGDDVTQGRPLAFSTIEPFIASELAIATTAAAAAAAASANNQLLQRQISQNAAGRLEGPIHFSRQF
STTSQSQGDCVVIEVEVQSHSVPKPLAAPASTSSIASSNALTCRYCKMTEEEAEEKLITPCACKGSMGAVHRACLHAWVL
SPYSKGRRDSCEVCKTVYSADVVATWQNDERLHDLERREADLDLERARRRSRLCTRIVVASSQSVLCSDTVMRVIVVAAV
LLVVIAAIASALIIVSAF*                                                             
>Cowc_CAOG_01003                                                                
MAETLVVRVDGRQPRVCWVCLETDSDDDDDDNDQRITRQRSTSRSSAGQGERQAVLPPTTATRSATAQDTQDASSSSSSH
HYRHDDEDEDEDEDISHWVRPCKCSGATQWVHQACIRRWVDLKVAEGAPLRCPQCLTPYNVTQPEEGTVMLVLETVDQFI
GAVSPFAALGICTGAIYVSSLAYGAFSVCLMMGFDEGIDFLSKLKTRYLCSFIPLIPVSLMATQAQSHLHTHTHHHHEHT
HGNAVEVPAPVVARRGGGAAQARRRNAPPAVPPAAAAAAAVGNRRPPPQQPATQQRPSPPNSTSTTPSSVSGAASSSGAS
FVHTEPSTDHTEAGPFSPIITDDSWDTPSTSGQGVVIPHEDSTVDAPVPPNLQAMVEDPHVEDPDAIIAADFDEAEAAEL
EEMMDTAFEAASLSRTFVGAMLLPAISGILGRTVFRFVSSNNLTRSLLGGVVFLSVKSGIHALYRRQRRFIQQNRLVQNH
F*                                                                              
>Cowc_CAOG_04195                                                                
MDGAEPVVVPRPAASMGARPAAPPPNPPHRQHSSSAAEQDGEDICRVCRLEATPAMPLYHPCKCTGSIRHVHADCLQQWL
EHAGTTRCELCGVRFSFRPVYASNAPAQLSTVELAYGTVVNAWNAGLKGGRYVLVLACWGGLVPYITGWVAEFMPSGSTG
AHHIAFTIGIGGMLCLLMTGVVLSIISMREFLNSRPYLLNPELDDPPNAGEHQPEQRRRGRMERLRRAQQIVHGNGRAPA
HAENARVAPPQPQPAAAAAEDNNANNDDAAAAPPADAPEDVQQQPLIRLRAVDLLPDEQDALQQAREAQQQAAAAAAAAA
PQLDGNQQPAAAAAADDDDEMDWEDIDAEPANAQAAGDAANVAAIANELMQEQDDARLAAQLAVEEDERGMEQLEDLIGL
RGNISQLVTNATVFTGCALVFICCFFVMPAYLGAGFLFVANRRMELDLLSSVIAVSPLLANLLVGWTLSISSEIVVLAIV
LSIDSQSELSTRLVEVLVFLRAYLRVTLLTLTEILLFPLFTGWWLDLCTLSLFDKTLADRRAFFYAHPFVSSFYHWLFGM
CMLFNFAEFVAIVHSIVRPGMLWFLRHPSDPNFRPIADMIQLSLFRHARRLCLSAASYGIQVFLVVWLPVQLSCWMFNWQ
EFLHQTASNATFVNSTASSSSEAWNLAELNATSNLHDALALDMPDHALAGPDMSLRKAMDMTLGIPIGLLFYISSFRLLR
LLIDLDYVVEVSVDVWLEVVSSVLGLRAYFFGDNVAAMVANDPNAEPAAPQNAARENVQRPQAAEPQPPREQGPPLDLNQ
LVDGWLLGNNNNNNAQAANDDENELDAVDAQDDALDEADFEDDDDDENDEDENGVDNPAAAAAGGDDDGRPQNVPYTRPK
FFAARVIVALGLLWLTFFLLYSFVISIIMGISQAVVQKFELRLPPMQVLEIGLTGVVCCALAIASAVRLAMWRSPMPILS
LLSRGLAMLTAFVLLLSGIPMLTGLLSTYTTGFFFIKLVLSLMICLGHQQLPTALYHHLVATWAEIPAVARFSLRITWFL
ALLLAIPYVATHVLLLRVFGASLSTFALFDRLVYPVSTVLILALAFRQRLMKQARRYRERIHRQQYEVRRQLLNHDEVPR
ARAN*                                                                           
>Cowc_CAOG_07627                                                                
MHSPKRGSTSTRMTTVAGDGAAAAAAAAAADASASTTQPRFAQPSLHPHMPCHRPTTTSTTTAPATTTATTTAMMIEHSQ
AAAAAAATGSSSTTGNEGTESVDMQRLTPAVSPAASCCTSQPHPSPISPHPNNNNHQHHHQHLQHLQQQQHTAVSIAERP
PAADADNVSCASAVTCRICKLTEDESELPLIQPCLCKGSVGFVHAECLRVWFGMANCSARITPPEQQQEQEPEHEDDDDD
RSATSHAAAAAAAANATPSTSSSASTSTYVSPSQSTEQLHRVSDHHVTVVIESAAGTPAPLPNNSHFGSDSDSASVDSDF
SSDSSLDLPDAVVWDLDEEEEEIDPLVLLQSQEFRCEICHFRFGLEFHQRKFKQWDKLKFTKGEKRQLKANVACYALAGL
TIGWTTNTFLLPLISDAAEGFNYYFMALLLIVSWIIWLTLFIVHLRFYIRVYRRWKLANRDMHVLSYEEAIRSREAPADD
STACPSMNPTGDSCKKMRRASRVSCSPSEGAGVASSSSSSATPYTAECDSSVIPMRVLGQ*                   
>Sarc_SARC_02263                                                                
GSIKHIHQECLVQWLNTSKKTECELCNHKFMFRPIYAPNTPTTLPHTELLLALLKHASNMVLRVFRLILVALCWLIVMPF
AVTRMWAIFFSPSGSFTDVQLDSFSLSLMCAEGLIIAASVLFIFLGLIALNNYIVTNIPDEEEDLALQEWQRRQVRQNRR



RLRRQRERRRREEREIVERVRPTARASAPGAPRPSLRDSTGPTQRPLSRRASTGMRQPSSSDNITTGRPTRARMSPRLRS
GKMAGDMDLSLGGSGGVPKGLDYSERPAFVNRLDKLTPEQRATFEKVQQTFADRAKDGGDKKELTPEMLRRTSPFKPEGF
PGSPMSVGSAERLAKINQVLKDKTHNSPRSGASPIPQAPLISQFSFEEQEYRKSPVTKAPLMSQFPYEQQNFSKTSTPKA
PVSQFSFEESIYSDCSLADLLAGGDDSQAKISIGSGTSTDTDTNTTTTTTTTTSKTHTDGISGSLRPATEVSGKFMAWLE
RDPDSSHSTTSPLQITTHSTTPDTSNTTSDSHATLASAHTRDPLHSPQSLPHHDSETKSTHQVQDTTMAASPHKSSLKAS
DSFDTLGRSWSDTLGVSVWGDSPTTDFKGTHGMHAGLDTAPDLASRLRSDASAPAENASELSGDFIQNGGLFGPGAAAAS
RLSGLNQVARSEEKEREYTAAIASLIQERKLNARKTLDGVQSPTRKQAVDGVVPPAKQASTGPDGISSSNGAEPFWFRGM
ERGQGMAGGTDRLSSSQDYSHTSAHESPLLGSAAHDRIMGRTNGIPPVMRSHSSGDSASQGEASVGSSAAGDGDSTLSAI
RMQMYALQDDMRRAEGLPGTSAGVRYRPASATDLSAGDRGAWDDNGAYRPEDRTGSGTDQPNFSDGDISNDTPSDGSDAE
ADGQHDGNALGFDFGRVDNGNDPDGGEGGFGLAGLFDGPHEDASFEELIGLSGPMTNLLENLFWVLLFLSAFVCLLGYLP
CVFGFYLVRMGQFLRECSGDVVGMAGLSLFGLETGLSGVNSTLSDVVHDTLASVAKESAVHLSENLTVNIAGNFSSTLNG
TTDAILLNINPLYLENLVLTGSSDGSHPGLTSASTLYDYLPIFYGLVGYIGLASFASLILHVTESRDFPTGASPTNRSAA
KFLRKTFVFFVSLVKVCGLVLTELGVFPLLCGWWLDICALPLVSATLSSRVQYAQANHATAAFLHWIAGMLYMSHFAAFV
GVVRDEVRPGVLWFLRNPNDPGFQPVKEMIELPVHHHVRRIVTSAVMYGLVVLWLVYVPVSLACSLGVYPANVLLDEPLA
DVPVDLVLFHMVLPWSVEKLYPADDGKSLVRKWLTWMGQKMGVVEYLLVQEGEGVRVVSAAEPEVVPETESADDSDLAVG
VDEPAPQNLDSGRESPEGSVGSAENNSVGVSSDSDMGAQVESSSQTSLHMTTVEDPTSASINRPHDQAINRTGFPDRPEG
YSGGFVLGSGTKGKEEVNYRTPEVDSHSNGSPWESPLPSTSSSSDTDTETRQNLLPIIGTASDTAAYRRQAIERSVQNYK
YRRAHTPSHPQERRGSPAPVSEDTTTEEEGPSSQTSKRVFEDKDLARHVNGLVLTRTVSTVSWNHADPPLYIRPDTHVVT
RTPIQTREATGDSLLSRRSSGGYGTGPRNTHAHNSRSAATNGQARAQPQPRELVPPQTRDGARPVLEGQEDRGEAQPVDR
VVLPENNPNAAPAQALTEVVDAADVGRTIEHFRLKMLGFVTLIFLSLFAIDLTLAIVPVSVGRLVTTLVIGRTIHDLYSL
AVGIYVLWGAHVAVRGIITAANRVADLVVGNEASEDSQQHLISSVDRINKALGLVVWYVLVIPFLAGLVSELLFIIPLTV
ADNESVIFHPFQTWAGGIVLTKVAHKLLMLGPVNSWQDTFLILAATPYDELDTTHLHQTITRPVVEVLLLSLLVPYVASK
GVFAFFCSSPDLINFVFRYSHLAFLSGVLFYKMAELTQEWVSTVHDDVKKKKYLIDLTLLNIDDKSDNGGVAPTQHLHTD
*                                                                               
>Sarc_SARC_15934                                                                
MAETDAQDDKQCWICFDTEAEDVQREIENDPRDYGNVSRETLKLYCTWVSPCKCSGASKWVHQGCIQRWIDEKQK     
>Cfra_g926                                                                      
MDEEGEDICRFCRSESTPEQPLFHPCLCMGSIKYIHQECLVQWLNLSGKSECELCNHTFMFRPVYAPDTPKNLPRLELLW
ALLNQAFSMLVRLLRFVVVAVCWLGIMPFAVTRVWRMLFSPSDTLTSMQLDTASLAMMCVEGTTIAASVLFVFLGLIALN
NYIVTNIPDEEEDLALQQWQRQQVRANRRRVRRARQRQLLEAHTQVEATPLARLPTLNNTHTAPSLTHTPHLFAHSTHTP
GTHHTARAIAQTRRRTTSVGSNSQSNDAVLLHQSSYENDGRGGGLDVRTRMNADIHADTNHPSQSNFHSSNTRLPIPNVR
RRFVSTNESVYDHTDDRVSGAMSIGVASVYGSSKRQSNFISSSAASASVDNNSIIKNNSLPFDVHARAQDDEWSFNPAGG
LNNSSLLEGTDAIVTTSNPPSISSSNSTTRTKSYRSIANLNSDTPQGREIVAVDEELSRQHKQQTGLLERHPSNQVHHHH
HRSQQSSTPPLGASRANVISNANVSGSGIRSLELAQVQPAGVVLKHQVLHMQQNEKQDTSRTSSRNAQFIVSNAPTEGAD
ADANVFIRQKTTSSSVDKGKNEVDLRSGPNLNHRNGTSIPVTSNSQFLFEQEGKLLGVGIDASVSGGTSSSGGGANENVA
SSEDGNEYMHNGRMSVNQHTEIGTFYGDYDIDDAEHEENDGEQEHVDADTDTDDESDGMAGAMRGNLGDLLEGLNDNNND
NADHEGGEGGFGLAGLFDGPHEDASFEELVGLSGPITNLMENLFWVLLFLSVFVFVFAYMPCVFGSVLVSLLNSLTDSGK
MVTHGLGFFSADDRINDLVGEVYVLENSIDALTLSESMRSSHVEGAVSVVVDAVNESMSTAMQVLNNPILSNLTQENITH
NSPVATFTLSFEHYDKFVQLFYGVMGYIGLAIMASTYLRVVSMVTLPARFTMPFHRAAGRAFRKMLTFFVSLVKVCGLVV
TELGLFPLACGWWLDICALPVISATLTSRLEYAHSNPSTAFFLHWIAGMLYMSHFAAFVGVIRDEVRPGVLWFLRNPNDP
GFQPVKEMIELPISHHARRIVTSAVMYGLVVLWLVYVPVSVACFLGVYPAHVMLDEPLADVPVDLVLFHLILPWSVERLY
PSDDGKSLARKWLNWMGEVVGVTKYILVEQGEGEEVDENAYLDTDGAVDGTAEDDAAADVHGAVSMGENSGGGLNRETPN
RQEIERIPTHTPPATSPASSLYTPSSELSSIAGSTDGFRLGGGGESDSGGDDTISTTNISSATSALTSEGFKLGSGRASQ
SLSPGFGLGVSRGVAMESSMERKSASPQLPLSQNEECVDSDISPVGSFKANALSLSRQNYRLRAKSKAMSISCADAETNL
TAHIGRIIDASVGDANSSGVPRERGTNDSEPNSHVEVDTWSAATMDENDDSYNISARSNGTGESTSVGIDANVGEDVGVG
VGVNADPGVPLLEPLAGHEEQPNTPLTTPSSKKVLDALEVGKTIPQFRTKMLGFVVLILLSMLVVNTTVAVIPVSVGRLV
TKAVIGRPIHDLYSLATGIYVIWGQYTVVSCTVGIVNRAAGTVVGNEENSDSKRRVTEAMRNVSHKLLMIGPDNEWKEAF
ALLETTSFNDMDIHHVLFFIARPVIEILLLCLTVPYVLSRGLFAMLIASPDIINNFDKTRGCCAGGGALFHVTDNVMALK
ALRLEDEEAKQKRTYLHACKLLNKNHKDKFLIINTSQEDLPTMLKDDLVHGMVVNCNTCNASCADSAYHAPPLEVVLSVC
RSAQSWLSVGEEGQVVVLHCDLGHTALVAACLLLYLRKNFLCESAHANYSNLVSTLAEGKDGAGFPYLQMRFLDEYMRFL
LSFHSNPELLAAANARIGQKRILRGVIIRQAPIRLTPLHTLFDGAVSVNQTEVEWLISSFGQLVEIEPNLQAPPGCVNSR
NRRTFSGQYTQNNRARSRTHNTYGRRTIRGIGNGSEGGREDERLSRTREQRTEILTTGDNCNERRDHDIPVRRRSAGNTL
GSSHESTHSDSNHQNVIVHGHDNSNEGLTEDVDVAMGAENNCEMGERCPCVFNPVVIVMEGNNLKASSMTGGVCSTVKSR
GGTQDCAIGFDVPVKGNVTIRLYQAQTQAPNRKLCEVSVDVGLISEELARATVSFSQHEMMFEKQKDFNCNFSISLIFGE
AGDLDKKEDPSIQHLTCRHAKSKRIDTHRGDRTPTPSNSQARTNTHMSESDTETQPGSHHRGVVIGENTTSSTNRLEEVL
DETPTGPVNNELLTDSLNEASEMPEPTEGESDGQYAERLQVYFDQEAIRTRLSSSESTESFPDTSE              
>Cfra_g4414                                                                     
MTKQCWICFDVDGEDDGRDYGPVDAETRRFFCTWVSPCKCSGASRWVHQGCIQRWIDEKQQGLTYSTVKCPQCKEMYQIH
IPKPNLVWRLYERLDWFNTEISPFMSLGFLTAGLYAACASYGAFAICQMWGLPAGHRLIQRMPPVVFFTVVPLIPFTLIA
PRLYSPDALTSILTVSRNTVTGRRLPGGGVEYVEDEDMWEDEAGNEGEGVEEGSDDQENHEINVSGPLNGDDIVHESLIQ
IDLDIGGAVFGQEGTNGANVIPFTRVLAGGLMLPVISSYVGNILFLNRLDSTKIQRSLLGGFVYLTVRQCMKKLYALSLE
SRLRGRRVLDMPKSDDYIREGGKS                                                        



>Contig62752_Abeoforma_whisleri_fr2                                             
GTYWSTSGKEKFEKKRVQ*RKHQKEKLLMADIFTRQTGRVCWVCLGNQSEDEANAEWVAPCNCQGTSEWVHQHCIQQWID
EKQDGCSTTNVSCPQCLALYTIQNPTPSFAVSLLEYVDRSINNITPFLAFAVGTSALYICSVAYGAIAVVQFVGWRDGMK
FLRQLDPLTFFFSLPTVPVMLIVPRFVSPRISVSTQREPQGENNHANIRTRINNNNDNASDNTNNGSNNNDNNSFGDQNI
TGYGDNDNDNASTSAQGRVGTNIAPHHDVESAYLRENDDDDYDDDEDEYETEITTLDLNVAVEDSHEPRMSAARALVGGL
LFPSVAWVCGRCFSDKRNNFQRSLLGGVTFLLFKNMIRSWYRNQRSIILRDRRVLNSHHPAASEQN*FVCFFFKGVNPFD
*GLVL*TRYPQRANTNTFARKHTRTT**GIFGTNIIKNLPRPNYFF*RSHKAKYNHKKWKGGSHGRTRQSYIHVLIYI*H
SYNYIYTHTHKV**L*RTL*NYFHILTW                                                    
>Contig28713_Abeoforma_whisleri_fr3                                             
THTHTHSNKVTSIASKSSLNFFFLCIH*ILVY*EIVVS*PYFSSFMATSVEEEEDICRVCRSEAAPNNPLFNPCLCTGSI
KYIHQECLIRWLGHSKKKYCELCNYRFHFQPVYKENTPQSLSFTELISGVLEQGWASFTTGCRIVLVVLGWVFVMPYFTT
RVWRLFFPTSQPWTLGEGYDKLYIFMDCIEGCALSIGILFIFLALMALHNFLSSTIDDEAEREQQMRRLRNFRQQNQHFR
EMHDQQLLEQERERLGLQEGEPLPNQPDDNDASFFDDDTEDDTDDDSSTEESTTEDENAYLDFLGDDPRMRELTQRGIAH
GLFSAPAPVARVAKTTAQATTTTTTTTASSSMITPNTGTPHVASENENLVYSNVLDLLRLKEQEKINRQEEATRETKEGS
SGSTSSTVAATSAFSFFGASSLSSSAPSFSTPESEDTNKKTGKENSNVSDPSSREYENFLKDLNKNNSNGNENNNNEDDR
DSNYGNSNNNSTLNNNRIDIDIGSVNDSNKYNSGGCNNDDDSDEDDSDGRNCPDGRIGSKDEEKASTSFDIGDYNRNSPS
KSEEADAIFKSIARATREERERSSERDPDDLSEDYEDFDEGEDGEDENESDNVINNDDDDEADPDEDENEEGGLNFGLPM
FFDGPNEDGSLEELLGLSGPIGNLLENLFWVLLFNTVFIITFGFLPFVLGQLSSHCLVGIVNEVANMIIQNNVELYESLS
LNGTFTLNTVTNSSKIFWESEWALVWTTLFGYCLLAFVAALYLSVSSFLEIASGPLGGMVQKTLTFFCTFIKVCVLMVSD
LGVFPLLCGWWLDICTLQAFDSTFSQRLAFFESAPVTASFLHWLVGMLYMSHFASFISVLREELRTGVLWFLRNPSDPGF
EPVREMVNLPLHQHIRRITLSAIMYGSIVLALIYLPLRLCLVFDIFPMKSGSKEPLLDALVDLLLFHIMLPIVINSINPR
EIAVKCTRLWLKSVAYMLDLTAYLLGTQEDAANATTGNDATDETTENEEGAADDGAAAESDSASESSDEAAVKIYKPSMF
GLRICVFLFLMWASLFSFNTLTLAVPMFLGRIILHYGFGRMSHDLYAFGIGWYFICGVCYLANVYVQKIVCPQFNDFMES
SKKFVKIGGKCTLIFLAVGVVIPVLLGLIFELVIITPIRVGADETAVFDVLQSWALGCVLLKVCHGLVMVGPENRWQRVI
NTLQAEENNANAANANVNVDDYDRSLFGLNLNAVLFDLIIPLIRTLGLILSIPYIFACGVIPMFVESSYYRTFCFRYSYC
LSIFFYGLHRGMKVCRVWFTRIHDSVRDDKYLVSQKLVNYKHHNHPSAHQVAK*NKDDPKKTKQNNQRW*CLGGWVGW  
>Contig81156_Pirum_gemmata_fr1                                                  
LILSHYIYWILSDYRLIL*KNKPQKLEK*PLSFVIIIMEDDTDICRVCRCEGSPDNILYSPCLCTGSIRYIHQDCLVRWL
GHSKKKYCELCNYKFSFKPIYKDNTPKSLSIGEFLYGVLAQSYDAFTVIFRFLIVFVCWVLVMPFFTTRVWRLFFPSVSS
WKFELGYEYLYLFMDCIEGCIVCMGILFMFLALMALHNFLASNIDDEEEQLQQMNRLRNFREQNPHFREMHDRQQQEQRR
LAGEIDPTATPSSEASNTDITDDTPLRTGLAPTSTFTNRSEAPENEASPSNITTTEGFLNRRSSYTNPSPPFSPPLTPPS
SNGRLVSRLASDGQTRDKIRRVLNSVVTETIEERQQRLSQKRDS                                    
>Contig19360_Pirum_gemmata_fr2                                                  
FCLMGNGELVNPCQCKGSSQWVHRLCLNQWQKSVLLTQSTHPRYQTKIDSICNICQTPFKDEFKPRSKMECLKEYTGEEI
IQLITQGNILVSSREKSVKNLELVEIHKDMKEKIMMFTESCYMMISAQPYNPNIRGGGYILGVNVSNRALLPKGPPSSAG
FALPGYVEETKHPRQVWEKHFKYHVEKIKEKINMQVKHYIGGPMQPEEAFALVEIRGEVNENGQTKLELPHEYRKIRFKN
NLFCAELESIIGLLLSQIPKPYFTKYNPSVSLRVFWGYATWNFTQLLGEIARRSWGLVLTDPNI                
>Contig1898_Pirum_gemmata_fr6                                                   
YTK*KITKMSGKTCWVCLCDESEDNVGAEWASPCNCVGTTQWVHQHCIQLWIDEKQNGSTAVKVSCPQCLSEYDIQNPEP
SLGVRLIESSDQFINKYSPLAAIFVAASSVYICCMAYGVFAVMQFVGVRDGLKFLKNLDRMNFGISIPMIPCVLVIPRFV
SPRITVSDEMDNEDEDDEVNNQHNNSVLIRTRRNRRRQRQQNQNNQPDINNNTNNNNNNN                    
>Apar_comp12588_c0_seq1_fr4                                                     
TQTQGPRKHV*CVGRFNCLYRQSRKESRKSKDTWTT*ISTSEGKGQRFFVVQV*RFQRVDYKLMDKYIGSKWQHLPGCQP
FQVWTWRD*LSEKVSGWL*MSISSVSEFARNNNSECFEAEFFWSTFVTNTIWLRFVCALQFPQCMRQRSSQSSAGRFSSL
GKASVSPKDTGNLLF*VL*KPISRADDSMMADEEAEDICRFCRSEGSREKPLFYPCLCTGSIKYIHQECLEQWLQHSKKQ
YCELCNHRFAFRPVYAAGAPSRLPVGELVLGVLQQCVGTLRYALRLGLVVFCWLVVMPFITTCIWRLFFYPQDLWPPHNR
LNFMHIMMDCVEGCAIASSILFVFLALMALNNFLTNNLPDDDDDQHFQQRQMQQMREHRQRQQRQQRQQQQQQGAAAQPN
NNREQIPNQLPGAPPQTHPHAGTAHPPPPEGSTPGNEHTRGGEGENMGDENTHGTDVWGGDEGRWNDDAGPSGSGDTTHT
HPPRQRYPNMRTGYAGSNVGPSVEHGVEGGSGYAPINDAGGRDIPESSMRAYNEWAAAQQAAAAAGGEGGDEIPPRLDND
DE                                                                              
>Apar_comp22081_c0_seq1_fr4                                                     
CGVCLVSEDEEEGRLWVQPCRCSGTTRWVHQTCIQAWVDEKQQGSPLSSVSCPQCLTPYLIYMPRSPLHWMLYEVTDSLV
SAVSPIAGVAVIA                                                                   
>Contig833_Corallo_2_fr5                                                        
NSGRGIVYDHDSVKDLSGRSCPGIELSKCSFELVKVKKTSIWR*SWFSKVKV*RICSNMSGFDTDDEEDICRVCRSEATL
DRPLFYPCKCTGSIKHIHQDCLLEWLKHSKKDHCELCGHKFQFRPVYSENAPESLPLGDFLHGLMIHMLLALQTWIRFCL
VFLSWFFVMPFVTIFIWRLLLDGDSSTMNMGEMTVQEVGYYCFQGIVISCCIVFLFLALMALRDFLVGFEGQQNAANGGV
AQQPQNAGPAAGGGPEAAVALPRQDTATPGGATEQAHATGGLQTFQEHSTATESTSQESHRNSDALDGIPSDGNRSGAPR
PIPVARDRPYAFRSIRRSTTLPDESASESLDRSVPRDIFRETMSHMDRPLNVPHRASLTDLTSAAGGAPQRSESNSAHGR
SNDDNFHNPPRDQQDDDDDGDWYVGSDDHAADARIDPPRRYEAAGPNVDNNHPRDNAEPWQAFDGENENEGDGDGGGGWA
AIFDGPHDDLSFEELIGLAGPISNLGENIFCVLLFNFIFIFMFAALPHYTGKFALNILASEVMNDADASPNQAISLANNT
DVNHVKEFMLSAAESLAKSANIDPVKASAAFYDKATNIAAGYLTVGIVSGLLVSMESFLPAALTERPPVQNAVEGQRGVR



GRGVNRRGEPHQHQYQQGNMALNTMRLAYGFFKTYHSFFKVSILMITELVLFPFFCGWWLDICSLVLFGSTVRGRFAFTK
TAFLTSCFLHWLAGMLYMFHFANFVSYIREVCRPGLLWFLRNPNDPNFHPIREMVDLPVHRHLRRLGLSAVMYGVIILIL
VWLPIKVSTFLFPNVLPFELRFSEPLTRIPIEFVVFHFLTPQLFRRVNFKKVTKTLIFAWSLVCGRILGLEDYLMGDMQN
MNYNQDGERKPSRRAVDTYRDADDPIHSIYTDPNVDPYDTYEPYPRPRRMTLRQIVFALCLISTFTLINSSFIVIPTVLG
RAFIKATITETPVHELYTYVTGLYLAAAIAWMVIRISRRIQDINDPEIQHEPEPIANDEQRPRNVQNVQQAINDMLDDMT
VADPNALEQPDAPVPAPVQPQRQQQQQQQPDQHNGEPLPNMNDVLSVVAKTMRAVVAFALVGILLPFVMGIFIDVLIIIP
LRIPVNETPAFLPWQDWALGVVYLKIIHQLILLGPQEGETRQVLERLAQDGIWNVNLTLLWTQIVWPFGRMIMLALTFPY
ILSHGVAPMILGDDPVALAYGRRYGHLMFIGIWHLQLLYQLFIAWLQKLHQRIRDDHYRIGERLENYDKDEGTAAASLED
EPVRAGN*EQ*KNHRRIFVNAHVENCT*EL**DIKTLRLCVHIADSDLVGVLIQPYSSGSRLMVSLNFA*SSRFSLVICS
CKDASSFVSLSICALILVISPSTKSVAPSSSRPI*LSPTWHQIPPSVSVANMISFWASSRLS*SFFRFSSSSLISLVRFI
HRLKRLIFIWSSLVTSASTSCSRLSITPDMLPILF*SFLAADSENIPKHNMVSIFKNSSYP                   
>Contig1661_Corallo_2_fr5                                                       
RA*LVYETVLK*LVVC*LGQHPIDEWFESDEPPKSRRYGITMILAESSSIDRDSPVCRVCWVEATADNGLVSPCKCTGSL
QFIHEECLSQWLSNLPYQRRLKCEICNHTYESWVHLTATDALQAIRQAPYVIKRLGMAILTAGFITYVVGRMARNLLAYG
PILLSGAATWLLSATVGDGGGMLLDMASNSSLTFSFFAKDQSLLLHLIFGTTLLSIWGIYPEVPMVAALQIAMYTDLGNA
WACGVLWTLLIYGMQETVTFFYQKGAQGHWTQHGRMTRLWQRAGWAVANSQQ*DSYQSLYIVYYHYSAHTFTISMVINCN
STKYIELSRIFKKLRKGYNVFLLAMIEA*CSRVLKRNHCEGH*RNVT*LLLLSLVRFVWTKTMARVLAVLAHSDLVITVL
CYVPHPRQGLIARLLNNLQVAHLNT*RRKVRNLKLDTHWRPSLTFLTLYRRQTKVCAHQIFLTALELLDCPHNAVVFRCV
FYYPDGCLEFGAVRVLRHRNSNFHIVRR*PPLEL*LCFDHVLHTAMTVALHNGVHPNQWLHIGGKAVAHQFKLAVRGNEG
DGTIVLKTTQAHTLVELNVFQFDHLSLRKCTSLSLEKYFVV*SQSQLRHT*QEALHLNGSNNLTAQQIAIGTNH*IHALH
DVQEHFILTMLDALTAPADSICDSDWYTGGAFGLVGLLCNVFLENLGLRNLRISEIHQLIQQLVDDYEIVPNAFLLQLFK
VFRHNVDHLVQVYKNLADIGIIMRCSDEKKAVVANVGESHVIHNNQGLNIAFLFHVHLLGQKAFNHVHRDISTVVPGDQD
LALHVQNVDCRCHHGYFGFLLYRCFAFLYLLNLLQFVLTG*I*KRCRNNDFAPLLQIHTRTQPGLN*IPQRDYPVFYARQ
VPKNSPFKYVGRSSFLLSFFFFFFF                                                       
>Contig2513_Corallo_2_fr6                                                       
RTCYGNMT*RDQKSSEQRLLVGCLHNIEERGGIKMV*RLRFK**I*PSILGTSGVIFGLFAAMDEAELERQRLEYERGGF
AYHADMETDEAQRFAFQPTESRTCWVCLGEEQVIPRSRETRKIWAQPCLCKGSTRWVHQACIQRWIDEKQEGNISVSVSC
PQCKVKYLIQSTEDDALVKVIDVLDAAANALSPLAAIGMMFSTMYLSAVTYGGFAICQIIGTEKGLELLQRMDPAVLFTT
LPMIPCMLVIPNFIHPVMLVGVHRQQRRQRPRGRDLAARIADAQAAQGRQQRQGTVQQANFETSEQDGTDDAAYARAVQA
EVIREDMAAAGITDEDEEMLLEVLDSNDRVPLARGIIEALALPTIAATIGSVLF                          
>Spom_NP_596733_1                                                               
MNADDEICRVCRCEGAPDSPLFHPCKCTGSIRYVHQECLVEWLGHSKKTHCELCKAKFEFTKVYSESMPRTIPFTILCRK
LASTLKQRVIFFTRVLLTFFCWTVLLPLIFKHVWNLNFKIGDTYTIHARNKTFTAPQKPGYFESISQITSSPRLNTLIAN
TAEGQVLTFVVTFILITAFLVREWVLQNAVQVADELQGQQFENVNQNNQAQAAAAAAQNLREVREARQRLAMVMEHLRER
QEQRNLELQRNGSFEEIERARQRFALLGDNIREPQEEENDVDVDEIFNRQQLNQPALDLNDANSSNSVPVEFNSLHSQNV
DYRDEVDSLRPQFNVDEQSSISHSSNASENIVDGAVTQANGIESDFTRVDHEPIIVNNDDENGNNESENEEVIEEDNLNR
NVIAEAQNQVVADEERNAVARAAQIAEADDADDFDGILEFLGLRGPITGFLQNCLVIAFVVSVFLTTAVGIPYMSGRLMV
EWILFIIHRPTFILRFILSFVNILFDWTVGGAFNIVKILTKLPLLSTVFVKLKLQGIFSSSFQQVSNNMYSWIYDHVFSS
SDHAYESLIYYMKTGHKQVVQSFSIFPVFRVCQMFAVILKDFVENYSNRPVDRVFTTLIGYCMFTFLGISYLNRKQFLFN
DPQIRNVELAFREVLRQCGSIAKFGIIFSIELVVFPIFCGILLSMCLIGTFKKLAAENLLNVMTVYPAQSIFLAWFIGIT
FMFEFAVFISMVRKIVRPGVLYFLRDPNDPQFHPIREILEKPMLFQLKKIGFSAILYFAFIIGCVGSVIHLLKSTGIIFP
IEFTTKPAVFEAPIDLLALEILIFLSIKLFKPLELTRSFWRTLVSTFCRCLRLSSYVMGQRYSDEEGYYPKQYFSFLRRI
ISKPSDTENQDDGDKQKAKKDFVQDGFFLWCPSKDVVPVRQGAMLIPVTENGYEIFGEKKKVEENADYTITYAPSNFYKR
LIALLLFCWICSTLVTVLLVFVPLSLGRAIYAWCFPNVVKHDFYAYAIGFYSISFPMYAIHASVKFLKLDYLRSLMNKLN
LKIVMRSLVMALKYLLLAFLGIFILPLLLGAIWELYVAIPFRTIFNRGTLALDAFQNWVIGLFMLRMIYFTVTSNEERFV
SRLFQDAFRDRWTNPQILPLLKNVLIPFTSALIAAVVLPSVFTYVTYPFLSSIFPSASKTLMYRLMHPIFLALLGLALLG
RRFVETSSKWSQGIRDDLYLVGTRLHNFGESAPPAISESAEK                                      
>Spom_NP_596150_1                                                               
MTDTAKYEKSSARCWICYEEYDKKLCSLSNDSWRRPCRCSLIAHESCLISYITRSGSTRCPQCLTAYRIAKPPKEKSWAV
NVLGIGHSLEAGLAQVTFGVGSCLGITKFIYSIFKQTGIWICKQVADESSLIEMLKKPVFSSVVLPLLPCMLVRFYEAPP
YDIAFSLYTHFSIYSCAEKISNTSLLLCTLPWVRSLYKELMTRIFDGIVIGADGEFEDSETDWFRQFEAQVEHRNQVEDV
NEREDTESEFWILLSVAHVFLDAFTTKILRIVRPILLFPLAGKFLGRFIPGNFTKLEKSIIGAFAALVFKDIFVYGFIAW
RKRKPWSIRILDNPRRVSDS                                                            
>Tmel_XP_002840814                                                              
MASGSGPQVDIMNDPAYNSPSASGSNDNGEPDHCRICRSEGSREEPLFHPCKCSGSIKFVHQDCLLEWLQHSQKKHCELC
KTPFHFTKLYHPHMPTTIPTPLFLDKLLRHLLRNLLLWARALLVGCVWLGGLPYCVRWMWRMWFWLSDGGWWADQAYNRA
RTALPTTTPLTNSHGTPPASSAVMNLTGSAFGSGIIGFLRSPLLSGLVMSPVNGGKVTANATTAINATASNATISIGARL
GGLFIDPSPFHNFTRYPAVNGVIVDIFEGQLLTALIVISFILIFLIREWVVQQQPGLGGAVALQQLDELQAPQVENIQLP
EMNPPPQDRIAGEHEIAPEQFRGGALPGRAGREPPRAIARPRRPRHFPEAAPVANAGVDPVRDRPAQKNYGQGYLLGGGS
SEPATPRLGDLGESSRRPRVNRKAMSQPTEIRRAMEERTEAPDGSSRGLGTLATCKIEFPSVGRDKTPSPVYTPESGNSS
GSRTPARFGRTPSPVGFNRSNIDVGAPMGRGGPLHNFSGNKSPKIAAVRESPGSAPVEGQIDKGKRPESPFYENSTDNED
QWEDEEEEDDMVDPKGKGKEIERPSAHVDLSSYYGSPATGSFDFAMAGRHNFTFEPRSDLIKVRVPTPDAIQYSPPSISL



PSTPTTGGSLPDHSSLTSRAGDESARIGLWEGISQDYDEAEGMSNPDAQNAGHEVGEHITAGSLEAQGLEVDAIRAPVPA
QAPIPRQPHQPFVWNRDEVVAREVAQGRAEGDTGTEDGADDGTDAEDNEVADGPGIELPPDAQQAIADEDAADDFDGIME
LIGMRGPLAGLLQNAAISVVLITATVALGVAVPYVMGKIVMIILANPIFFLIKVPTTVVSFVAEFAVEFSTCLVFSLLLV
VEQIMRFLFRPIERVVPVFSGVSSCLFLSDILRRLALDGQGRVTQKMANLKSIYIDLRTFPSTGAPPVSALTRQGWLRAS
LGVSWAIEKLGFGTNRTYPLSFLQDSGANNSTPVALFSSGFSKVIAALFQTPQNTTNTTAQDTSLDSLPPLHPVYIWSVW
DRVTAVFIGYALFTIVGMLYLQNARKRGLALNGRVVEKIAVELLLQAGGVMKVVLIIGIEMLVFPLYCGLLLDFALLPLF
EEATILSRIQFFADFPLTSVFVHWFVGTCYMFHFALFVSMCRKIMRSGVLYFIRDPDDPNFHPVKDVLDRPVMMQLRKIA
FSALIYGVLVIVCLGGVVWSLYLVTESALPIHWSSNEPVLEFPVDLLFYNFFVPFAVQFVKPSDGLQKMYGWWFRRCARF
LRLTSFMFGDRTPDEEGHHVRQGWAARLLRKNGDVNHPIIEADALKETRGAGVEVYFQRDGRYVRAPASDSVRRPKGRRV
FIPVTEDNVRLDEEDPVDLANGLNPSDFKLVYLPPWFKTRIGLLVLAIWGFAAFTGIGVTIGPLLLGRTVLKQLVPPNIK
LNDIYAFSVGIYIIGAFVYAGAKWKLARSFIRRGMRAARESESLWWAMSKWLVRVAKISYVLTAFGVVLPTLLALMIEFY
VIIPIHTYFSNDDQHVIHFIQDWTLGVLYIKMMGRMLLVDRDSAWARSLRDVVARGYLDPDVKLATKHFIAPAGGFMLVA
LLLPLGLGSIAANTFLRNAPARKISQIYRYSYPAVFAIFFLVGLCYLWKILVDSWKQSIIDEVYLTGEQLHNHGEDSPPT
AAEVPATVSSATTPAGAQV                                                             
>Ncra_5958NCU06763                                                              
MDFGPSNWSWPSGTDPNGHPNGSAQASSTHETPHSSSSGSSASKPSSQQQPKQRAYKPRTCRICLEVVQPTTEIDESFAA
RFTSRARVRYYSEDPELGRLISPCRCKGSQKYVHEGCLQQWRQASPLSDRNFWQCPTCRFEYRLERLRWGRWLTSTTGSV
VLTGVVFFLAVFVLGFVADPIINLWVDPWGSVVETIHDVISDVEAMRPIDDEPTTWSFHFLKGFLSLGLLGFLKTFIAMS
PWQWFNIRSTVGGRRRGRDRVESVNWMLVMIGVLTFLVAAWKFVRHFSARVLEKARDRVVDIEEDENADDEDDAVDDETR
KDK                                                                             
>Ncra_6635NCU07516                                                              
MGDANPADPTALPGFGQDQPDPVRFPNTRLRNSRSASISTWTTTSGGGHSHTHSQPHNNPRESEQCRICRGDASPDDPLY
HPCKCSGSIKWVHQECLMQWLAQTQRKHCELCKTPFRFTKLYDPDMPRTVPAHIFVAHMFKYSVRKLLAWARAALVVSVW
LGWLPYFMRSVWALLFWLCEEGWGGPAVFSRSQNTSSSNGFSVRAYGTTVCPASPLFVANTSPASMGAVLGRLPLNSTQF
VNSLAGASSGAGHSFLSLLLRTVFGSSGIVDRPSPPLKEIPSQLANNVTATLYIDQAASPYSNASLVHSPSLLSEVGFLR
NLTRNPTVNNNIIAVLEGQIITVLVVVCFILIILVRDYVVQQQPEINERAAFANLQNVQPQVAPLNVPGPALNGELDGGL
GEEEGEEEDAGTDDEHAWDAQPPQPRPPPDRQPVNNPYASDLERELGESDSSTIDEYLNLYREAGGNPDRIVELAQERGL
EERLAYWIALTKTMKERAARVQANYNDGLNSSAAESSTSAAARPSGHNLEMDSTPAAPRPDPFDDWRYPLEEDDHQGEKA
GDGSRDKGKGVATDDSDTESDSEILASLARPRANTDGPEIRTYTNPLGSNSWSFSDLPEDDPNSSCTEEKASQVIATPPD
LTNDNDSSNTEVEPLLASLAGPAESESFQENRSQDGNRETAADARVHIGQPTEAEHWGTNLNPERQAEPQALTDVSWPNL
DEITADSPAQAPQPRGFVPRVTDFMWQGVEADQAQQDAIDIIADALMRRDDEDNVDVRDNPVLDNDDDVDQDDDAAAAIG
LEQDAIDDAEDLEGVLELLGMRGPLAGLFQNAIFCVLLVSATIFLGLFIPYNIGRYSLWFIAKPMRPVWILYSLCRFIQD
MVVIAFGLVSHALSLVHPSLGLGGVARLATKLLFGSRHAAAILEPHIEMTNAARRVGHTVINELGRVSMSEIHTFSAVSH
EALLSVKGQVFSGFAALGSALVFLFGGDYSTKAPIVLSAASNATTFALGALKTLPTALLKPNLVINVNFPDASHTIDPAL
AYWNGTDRFWAILAGYLTIYLAAVLYLRHGGPISSSPTGQEWEAALIDALNQASGVMKVILIIGIEMLVFPLYCGMLLDI
ALLPLFENATLMSRLQFTLNFPMTSIFVHWFVGTAYMFHFALFVSMCRKIMRRGVLYFIRDPDDPEFHPVRDVLERNVTT
QLRKIAFSALVYGALVIICLGAVVWGLALSLPNVLPIHYSSNEPVLEFPLDLLFYNFLMPLAVKFFKPGDGLHAMYTWWF
RTCGRCLRITWFLFGERKADEEGRLRMIERGPDAQVSWWQAMFLQLDESNGIVRPWKPKFLAESTKAETSESEPESPNIR
GYVPSEAEAATRKLSPEEGFKDYLVNTKQLIPDGRFVRAPASDQVKIPKGKTVFLEVTERNERLDGKPDAPETDLYSTTQ
YRLVYVPPHFRIRIFFFILLIWLFAAATGVGITIIPLVFGRWMFKLLIPEGVRTNDIYAFGIGIHVLGVIVYALINIRSL
SQTAKIRVAATIASVFNNGAVRRSLAIITRIAKIIYSYAFLLVVFPLMIASVAELYIMMPLHEFMYSVPIAQDIKQVTIQ
HAAALNPRHTIRVMQSWTIGLLYLKLSVRGITTWFSGSRLALATKAVLRRGWFNPNAGVLTRAFVIPAILLWTVAMAIPT
LFAKFMISWSLAETLTLRHPQAVNVDGVVDQTLYDAYVVLIYRRSFPLTALLLLAAAAVWGLLGVFQSWKMRIRDEAYLI
GERLQNYGGGMPQRGLGRGTRGGWRAGMAVGGR                                               
>Scer_SCRT_05208                                                                
MDVDSDVNVSRLRDELHKVANEETDTATFNDDAPSGATCRICRGEATEDNPLFHPCKCRGSIKYMHESCLLEWVASKNID
ISKPGADVKCDICHYPIQFKTIYAENMPEKIPFSLLLSKSILTFFEKARLALTIGLAAVLYIIGVPLVWNMFGKLYTMML
DGSSPYPGDFLKSLIYGYDQSATPELTTRAIFYQLLQNHSFTSLQFIMIVILHIALYFQYDMIVREDVFSKMVFHKIGPR
LSPKDLKSRLKERFPMMDDRMVEYLAREMRAHDENRQEQGHDRLNMPAAAADNNNNVINPRNDNVPPQDPNDHRNFENLR
HVDELDHDEATEEHENNDSDNSLPSGDDSSRILPGSSSDNEEDEEAEGQQQQQQPEEEADYRDHIEPNPIDMWANRRAQN
EFDDLIAAQENAINRPNAPVFIPPPAQNRAGNVDQDEQDFGAAVGVPPAQANPDDQGQGPLVINLKLKLLNVIAYFIIAV
VFTAIYLAISYLFPTFIGFGLLKIYFGIFKVILRGLCHLYYLSGAHIAYNGLTKLVPKVDVAMSWISDHLIHDIIYLYNG
YTENTMKHSIFIRALPALTTYLTSVSIVCASSNLVSRGYGRENGMSNPTRRLIFQILFALKCTFKVFTLFFIELAGFPIL
AGVMLDFSLFCPILASNSRMLWVPSICAIWPPFSLFVYWTIGTLYMYWFAKYIGMIRKNIIRPGVLFFIRSPEDPNIKIL
HDSLIHPMSIQLSRLCLSMFIYAIFIVLGFGFHTRIFFPFMLKSNLLSVPEAYKPTSIISWKFNTILLTLYFTKRILESS
SYVKPLLERYWKTIFKLCSRKLRLSSFILGKDTPTERGHIVYRNLFYKYIAAKNAEWSNQELFTKPKTLEQAEELFGQVR
DVHAYFVPDGVLMRVPSSDIVSRNYVQTMFVPVTKDDKLLKPLDLERIKERNKRAAGEFGYLDEQNTEYDQYYIVYVPPD
FRLRYMTLLGLVWLFASILMLGVTFISQALINFVCSFGFLPVVKLLLGERNNVYVAWKELSDISYSYLNIYYVCVGSVCL
SKIAKDILHFTEGQNTLDEHAVDENEVEEVEHDIPERDINNAPVNNINNVEEGQGIFMAIFNSIFDSMLVKYNLMVFIAI
MIAVIRTMVSWVVLTDGILACYNYLTIRVFGNSSYTIGNSKWFKYDESLLFVVWIISSMVNFGTGFKSLKLFFRNRNTSK
LNFLKTMALELFKQGFLHMVIYVLPIIILSLVFLRDVSTKQIIDISHGSRSFTLSLNESFPTWTRMQDIYFGLLIALESF
TFFFQATVLFIQWFKSTVQNVKDEVYTKGRALENLPDES*                                        



>Cneo_XP_571670                                                                 
MAEDINIFADEEGDVCRVCRLGEEPDNPLVYPCKCSGSVRFVHPDCLKQWVAQSQKKHCEICGHKYTFTKVYPKELPTVI
PTTVYLRQGLLFLRRQILWFLRAWLVVIVWLVILPAWNIGALFFMSLLSDLIGLKAPPSEETIDSTTNATIIESAVASNA
TTYTPSFVSFPSFIASPFLYANNVVRSSFQKWLQGEENTAVGFVLRGQILSLSMAAVLIGLVLLREWVHQHNWQEAEQPP
RHIEPEPNPDEWFILHGVARRQADVIARVLEATRTRAPLSLRTARHDLPPADVPGEALGDEAGNDDNDAGNDASERLMIG
AGQELNEEWWARQRTWAEGLPAEHRGTFHEILTSLQATANAAQKAELEGQNRDVPPAQILTDNPLFRKPGMPIADIPKQD
LENLQAGSQIHILPSQQGIPPRSWVEAPQEKQGQAEIGNDHPDNEESGSASSEASKQGESMAFDALAEYRRFHALREQQQ
ADVALDSADDDDDEGQGRAGPSRPAWSRRATAIDDEEREERDRVAYSAPELLKEDEVEDKANGKGNAKGKAPATDENVED
KEEGTAFGRTEAPWKPLFDPPQSDDDSPQPKTDEEDGDEGDNDGDGEWEDEPDARPNPFNFDLNNLQAPVANGVVLAPVH
DQQNINALGNFNLAAFNDLPPAFANVPEGRIRLVQPEELGLPRANVGANVEFVEEEEDQWDPDDWNGVLEVVGLIGPIHG
LFQNLIFALFIMGFGIILILGVPMLIGKLFLSFDFFRTALGVSSKILTIIRKVTDPVVDIVFEIVKDVVVLPLMASGRAA
EKIVAKKLGLEVGYRLGSSSGGFSRLTAGQSASRLSPILEKAGDYIATFGQFCYDSYNSILTFEHHIATSTSFSGRAACV
ATGLVTLTAIAGKARLTRTATEFAETLDQHSNFVKVAFFMTLELVAFPLCVGGMIDLCLVPLFPGATILSRWENLVCSPF
GTAFIDWLLGSMFMFSFSTLLGQVRKVTRPGTMFFVRDPGDPNFSPVKDIVDKTTLHQLRKLGSSAIMYSAVVFSLFGVV
SWGLAYVPGGFLPLKVEPTFGPITSIPFDLLFLHLAIPPTIDLVRPQSRARRLFTQWWRAVTTRYRLTNLVAPVPNENER
SEAPTKLENALWPICDWICQKLFGKYRTEATDARVPASDSVVLMPIEQRRKEGGVFVPLDGSGIPYNRADKLRLLKQDKI
AREAGRLPTSDYTVVWLPKYWRTRIHMFVASALASMSIVIALAAFTPVAVGRMMWKTLGMDVHDGYSWFAGAYILYFSLT
LGRRARKHITNFNRAERLRASIFSKRVKRGVLRWIAGTYGVITFYAVVPALVGMVIDVYLGGLWSDRNNVGRVIHVWDAW
AMGTAFCSVIVGVIGLLPRARRTGLHTVCERFREPAAKDFKSTTRLARLVLVPSVILLVAPHVVGTTLVELLPESANQEE
NNAILFRSVVLPLMLILSVAYATSRYLEAEASVIRQKVIEAEYVVEERVENYVPPANDGGQSGKLGSGGAGPGSIGDNAE
KVAVIGEGDDDWEDM                                                                 
>Cneo_XP_571519                                                                 
MDRSDCSTAANDQADEAHVEDCLDTNHDARAGGTSTAEKQCRICFSGPEEEDALGRLISPCMCTGSMRYVHVSCINAWRG
TGANAKAFMECPQCNFRYQIRRTRISGLATSKPILLLFTFFLFSILSLTLGSILRSLLAYSTTSRTLLSSSPPINVATPF
DLFGGEFVDRGGGVVIVGGSGALVWDIVLAAVQTFASLADRMTYFQSHLHDCLPGPIAVFVSALFVRFFLGLAVLGSLSF
ISLSISLSLFGPLQLANALRGGFIGSWGRRRLARNGRDGGIGTVIVVILVVIGAINTLRQVYEGVGRLAIKLLKYLETQI
LEVNPDEIRRSTRPTGERSRAIWYEQLRTWNGWKEMGYRCYTRVEGWLQSLWAFWAPAEHEHVE                
>Ccin_CC1G_09423                                                                
MSTAQSTALVPTVNDLKVKLCYICREEENYNDPPENPPRAWAHPCKCTLVAHEQCLLKWIQSSQKSEVRASKALKCPQCE
STYELESDKPLIFRVMEKGHRILRRAGAFVVLFGFATVAGVIGTSVYVVCTAYGAWAVQKFVGQEMYQICLGDDPSKWPW
SAFLNLPLLPWSLILMQFPALNHISPGLPLLLAWPTTFSNQRIAEYWSLPENAQRLLVRHFVPTRRPLWPPSPILFGLVG
IPIIRSLYEGLHDMVYTWLMGTRPPVYRGAFGGRNGARVNIGNNGQFVIRVREEFAPAAAPQPANGAENANGNDNANANG
QQANNGDGDNEPENLLDISISTIGRRVGGALLVPVISNWMGQLLLRIAKSSPLLRTFLAIREPIGKVWLPPPQDSIGNWN
SMGTLRQLGMVAQVAWKGLLVNTGTTRSDPVWWRNTVGLGLFVVARDCVKLIHLYYAKRELESRRVKNRDFSGVDISTLD
LTPDFYARASAAAQRLT*                                                              
>Ccin_CC1G_14891                                                                
MQDGEEPERADTCRICSAPAEPDQPLFHPCKCSGTIRYIHQDCLTTWLAHSKKKSCDVCKHPAWWISNLPRPSQTNSTSL
FHKVRLEPLPPPAQNGTFIERVTSHPAWASISADIFTGQIIAALIVLTFISIFLLREWISQNARPGLFDDDELEADDQVP
NVAPPPVQDPAFPPPPRDPPEIEGFPEADLAHRQQQAMRAMDALRLQMNQRPQSTSAATQDGFSDHDNDGAIHRWKGKER
EDGGESSKRPRTMEWDEKELLERMNRPEYKRRVRMVGRLAAKRRLKAARAMDKKRDLSSSLPELEGGKSFDFTFKPPTSS
GEDKPTWLSEPSTPSEPLALSSGSSPSSPTVFPPVQLQPPTHDIPFSLRSPKSESSAPAPTSSTSGESSTNVPRSPQRPP
MPSSISSPPPLLLDRLATYRPPEDLFEPGSSAGLSNAPSTYSADYFGSRQSTTSSTMATAGSDASASGSSSSGAQMPWDP
PAGGEYGVVPPQMNEVHPRNASFNDLPRLVHVQSDSDEEDTDTEEDDVPLIRPRPGIRPADARGLFWNPETDEDEFDDDT
DEDHEREQDMRRFFADPEDGEAWRRDGGGQVGEGAPRNENGMGVQENGAVGVGEQGDPAEGPVDPNEDIDGNVEDDMEGA
MEGEILRLSSRIQMLIEFKAIGMRGPIYGVFQNAALMVFVLDTAIGLCIWIPFTVGKTAALLSMVPHRTLQILHLPIKAM
RLVTDPIVDSGVYVITRFLIPPCLDVVKGAINVAGIITSLVVRKIFGSGAAENLSQSSHEFLDHSKDILLSSLDKFNPFS
PSPTSNVTVPEPGPLFPAFAEPLEPYFAALGKQVRLFLLSLCRTWASLAMGDGPTDKVFAILLGYLVFILSLAIYLNVLT
VGNARNAGRAVRNVVRQQALVVKVAAFIFIELVIFPLACGIILDVSTVWLFPEANIHSRIAFFGQAPLTAMFYHWVAGTM
FMTIMRPGAMWFIKDPQDHNSHPIRDILERPTLVQLRKILVSAVMYAMVVFCVVGSVAGLLLLGSKSIMPFRWKNREPLS
NVPVDLLFLHLVLPQTLHYFKPRRGLKTIATRVWRYLATKLRLTSYFFGGRYPDEEYASGGWFGSSSTETTDETGDTRVV
NGTFRRVPATDHLALPREMRATARVTADGTPYDEEAAKLIRMQNAEAQKARRDIDKDYMVVFIPAGFRYRILAFIGLLWT
VGALFIGVAVALPVQLGRSFFGLFTTREVHDGYSFIVGFYSLWACYLCGRTIDRLEKQQRRIREAQDERGRVYVRDVRIL
AIKRSLCWVSKAAYVGFFMGVVVPILVSFVIDLYVVLPVRSMLNPGVTPRVRVVDAWALGLLYAKIAMHVLRLRPPNQLT
RALQHMVDIGWSRLDALVLTKEVIAPLVGGLLGMILLPAVVLQCGRLLFPTAMANTQFMFMNIYPAIFVFATLVRSSVVF
YDVLSSWSQSIRDKEFLVELRLKNHEPEPPRSISNEPSASTTTSTESGTQSGGEGGGEERVPPVQPPEQVVVPALDGGGD
IP*                                                                             
>Umay_XP_758514                                                                 
MPDSQQHHSEASGSRPRSPLSTSHDDVARLEDDLIPSPPASSHGPPHPDGSSTASVAFTNVDRSARVYRFPNDLPPHFEG
SSADPDPNERVVTVRDLRSKTCWICSEEDEDPLLSQDRSTSNGASSATPVSSRKRFVHPCNCTLVAHESCLLRWIDQSKR
NHPLQDYVTCPQCKAPYILINNKSTLLQIFEFFDKLVTRLEPIGAVSILGGSFLVACTAYGCVAIRMLLGKDAARRALAS
PWPWHYWVDIPLIPFALIASRLNIFESAMTWVPTLVAFPITSIPMMTATAAHGRLFDRYLESGIYGASAYPPGPALTALL
VPWIRVFYLALKRKVYRAVLSPFYGSSRSETWRRTAGTGRNRRRVIIVGESDSYLVDGDAALGTQPMPDGVGGPMAQVQE



VGNDHGAADDGPSQTVYVSHHSLARLCLGALSLPFVASLMGRILARLARCSQLLARILGIKNVQPAASSILQSFYTTKAS
ATLKPTSSESTSATPSPIASLFRGHLPLLDSQATKGKSDTTGDTNRSMERLTLLSYSSRYDDLDPVWFRNAVGAGVYILL
KDAGSLLYRYLRLSQRNRTSIKDLPFQAGLVSGLDLRD                                          
>Umay_XP_756817                                                                 
MDVEGVNVAEQRREEEEVEFILGALPSIWHNTQNVLRDLGYQREGNNGEQLDQQEDRRHHRPQTDGDSLYGAAQGPPGSN
AATGSGNKEDEEKVCRMCFSSQDELGDDGMTLGRLIAPCHCDGSMRYVHDTCLDQWRRKSSAAEAARVCGQCHARYRFKR
TRYSNLIAFVQASQMLRILFCVFVIFVTSFVFGVLALLSLRMVASLKGTPLAFVRDAALRTVQLDKRHWNITLHQDEAIA
DVWLPSDLLQLNRGGLTYRIDNEIYGRADLEVFARVRQEQLHNPAYWKLVKKPLSTYRSNYTDTMIVRAKLRSGEDVSEE
LDRISRGLPLFPLEDWYHDATPDQLQNSTTTSTSSGAAPSSSSSRQMPFNLVPSLRERLVGSDLKFGFNLPYMSPRSKAN
SDATDQEDIEVWQRQNLTVNYVYERSPGDVYPDPAKHFLVRGLPEWLGFARYIPYGLVLAMIDRFYFVISVFQPWWSSIA
RSALQLALLLMESHRELMWCASKAAVAGLIAYIDVEFEPVRWNPDNAVVIGPRRTRNRQVAAVVREVLVLTADSVFGPLW
LNWWGGYSLSVYMAPRQFMTTERVEMTQLAAVFAPAITLLVDVAVGGIAFFSESAAKFQKTHTTRWTQADWVHNDYSASE
GYRRMLATLLGDEGASQASLYDLWLETRRSRLLPGRTRPLRMALMPKLSTWLTVMLLGCLVTITVALLIATKLAWDTTIS
HFARQAWRSLVCIYQLIMHSGGFFRQLWRQTWETSLSIARYTAHKVAALASQLLRSVKGLIPGQRDVGAHESIGAEVEHD
LGAAANQAQAQAPEEEVPIPEPLQNDPFLQGAHMGLFGAILGHVASIYGCIHAFVFTMRFILVYLPFEPFMIMYTVLQKL
IQVDVANTEVLDREDRAR                                                              
>Umay_XP_756405                                                                 
MSRASWSSTGSDAEVQHHFDQPFNYEPRLDLNPQPTRGRRHGSEDADKADSDQVVDDSRSTADSDAASIAFSDSFQAALE
EPVNETFDQPTSRPLHFLDDSEDQTNQAICRICLESASSDVSGGESLGRLLSPCRCKGTMKYVHATCLDQWRAASARSSS
AVACDQCGAPYRFRKSKFVGLATSPTLLFVVSLVLFLVLIWTVGVAATFFMDIYERPSSDSTSATQHKLKSKSWWPWRAS
DVIRDPESASVEADAWSYLDVDYTPGLWGYSSLMYEPAAYVKLIKQAVRSFATGEAVEAVKEAVGLQDGLEEPPTVREDA
NEERGFWSALKHEWMYGDGGLWEKRASPPSQQTPTVQPESTSSCIIAEAQSTPPPKAKPREKYDARAAADYDDSREQRRR
RNKATKAARPSKLGQVEPQGWLNKLLIQFSVGFSLVGILSFVNLLVGASFIGPINLHNFGLGRSFARMTSGGRGRNGNQE
GVNIASILLVLLVIIGVVRALHVVYKLVRKAARRGLSRLEAVIVDWQYEDDADVAPSHVVTATHDARDHEPQLVRQRHAF
GLVDDD                                                                          
>Mver_MVEG_01763                                                                
MMEGEEEICRVCRSEGSLAQPLFHPCKCSGSIRYVHQDCLIEWLEHSNKSYCELCKHNFEFTPIFAPDMPESVPIHVLLR
NTFQEIAKVLVFMLRGVLVSTTWLAILPYFAIWIWRLYFWFGETFAYRANGLDSPQGLSLRPPSTGNVTEDSFAQFLSRN
VPQEYQWVSVILQDCIEGQVVSAVVIVVFITVFLLREWVLQNQDVDEMVFMDDIMAQPVQPVQPVPEGEAWGFQPQFGAQ
AGFNAQLNAQLNAQAGFNAQAGFNAQAGFNLQRGFNAQGDNAPAQPNDIPVRRVPPHNFAPQERRPRPFDTQARGTFRAP
EDLLEDEDEAEGSPIRHFNPWDTSSSMGSTSGNNVTDWWASLDDDNSGEGSSSSARLQDDNQIRTKSGTLYYWKAGIPLT
YDNMFMNLDGSEMSLEQKIARFDELASGGDLSQNDWNRLLRWRAEELHNQITENHADPNLPQAEQQRRLGQLRQGREMLL
QQMQRNDLRNYYIDHDRDPLGQVEQPIRPVQPQRPPQPHIPAAPAPIEEQPQQPQQPQQPLVDPMDDAQVDDGGEINLLE
MAGLLEVIGMRGSYWTLLQNSILMSILISGSLAVGVLVPFLVGKTAVLMNPFNILRIPLKALGVVGHLMDPILDFILDRV
LPFFGSVVMKPCSLIAGIVSPLAGSYLGGKPIESLVHNHVMPAWRAVFDTSTSSISEPLPQEAQEAAKVVVEGAFKSALS
QISLKLGSVPITPPDEKTVAIAVGYLIFFVIATTHYKSLRHARRDSFGGLIRDVLLQLGLIQKIAFFVAIEMIVFPLFCG
VVIGMTTLPLFEGATFMSRIAFYLQSPNWSAVMHWLVGTAFMFNFSMFVSTCRTVVRSGVMWFIRDPNDEGFQPVREILE
RPIWMQLRKLGSGALMYLTLIVIGISVNTHAVNLLWSGVLPLRRPLAEPLSDFPIDLVFFHVVMPMTLKWLNLLDGVFEL
FKFWWRLLSKMLRLSSFMFGLEGERYPEEEGHFEYRTWKAWLLRYRYHGDDAVFVKDGGLYRVPDNDRIVHLKNRRVLVP
VDDQGHALDPKEDMPGEIDPLMELLPRRRDVPQQPIDPKEGTIIVYAPPNFKRRLILFILLIWSSSTSFLAIAVVSSLLL
GRQLISLLTKKHVHDTYSLVIGIYAMAFLVHISKWLFENVVMQDKELAKIRIEQQLKKTPSVAMLIVKALYFGVTFGVIV
PFTLGLMVDISVIQPVCIMLEGSTGVYPALDWAIGLIYMRIAMAILKKFPANPYTVIMNFAFPDSEIANWNVKLYTRNIF
LPIMSLSICAFIAPSTLARLAVNVFALEGSAREAVFKFSYPAVLLSCLLALCMKETVTLLTNWSIHVRNKVYQRGLQLQN
LSEVEATETPISADGATSTTTTTTTETPAETETTPGPNGAASSSSTPTASHVPLSRSNTRWVRKEREVDLEVDPDMPVLE
DVSEDEGVSSFRRSFISRGKSVSRDNPLEDEEMNQEEGEGIAGRTRLRRSRRLQSYRDGQE*                  
>Mver_MVEG_01824                                                                
MNIPNIQKKIKKSMKLPIWAQKASPRSDRRLSKNSNTCMSLSRHNSFTPTTSRSNKLIEREMTASASQPLAHSSSMESSQ
EEHEGLLHGETSHERAHSHSYNSRTRSTSQDSNIDTRGNNHDDDHDNDPDDEQPLLPAYATSNMRYPPSPPPSTSSPPQQ
QHPRRDHIHLNLNTPTGEPQPDFDVDEHRCRICLESDDDENSESGKLISPCLCKGSSRYIHLGCLEQWRAMSPRKTSAFS
CDTCHYHYSFTRPFMANILGHRWFLHGVTTAMFVTLCYLCSWVGREVNARGVWEWKGERSHPPLGTVLGLDQLDVLWGVV
MVAGIGLVFLMVFGCTALCTEYTGESEDEWCSCNGDSCSGCGLGAMECNSGGGEGFLIIVAIIIFFTGIFGAFAGIYRIM
AKYNRQALGNMKETILEVK*                                                            
>Mver_MVEG_07915                                                                
MEPSTSPASVHTATGLASMQPSLRSNGTTTQESSSTSTATFVKELESISARSRSSGTTTSTPPQPTSISAATAAYHEPNR
CYICFGTDEDSEGRWVKPCQCTLISHEDCLLDWIDKNRQQFARKQVRCSVCNTVYRLAEPSSLLLNIYSSFDSLVHAGIP
YLTFLGLTCSVLITSTTYGAYAVLTVCGTEEGERLLGSPNPWGWRVWTGLPLIPVILIFSRTRLIDSFMPLIPLLIVGND
QLQVTFPPSPALSLSVMPWVRMAYNSLWSDMVGRLETRWRNQQIAAAGVARLGMNASIDPDTDPSTARGGAHPGQREGGG
DDEVSFFDRKDLGRTIVGALLMPAISSICGSFLGHFSFVRSRIPDNFHRNILGGCLFVVAKDLAGLFGTYQELKRKRVRR
IREYAEFKDERH*                                                                   
>Mver_MVEG_08923                                                                
MEEEEEICRVCRSEGTPEHPLFHPCKCSGSIKHVHQECLLRWLEHSNKKHCELCKHDFVFTPVYSPEMPDVIPKTVLIKR
AVDKLAKGIRFILRGFLVATIWLVLVPYFTVWVWRMYFWIGEKFAYNINGLEAPLWNTTYPTTTSPANITTTNTTLENPT



AQPKILLKGNFALSGDHWARLFFVDCFEGQIISSIAVVAFFVIFLLREWVTQNQGADGARFEPAAGIAAPGAEADAPEGA
AFEFVEHAVERLIAAQHHMEAVVEGEDDMDDSDSSSDSDSDEDEPQFEDQQHPAQVDGGVPEAEVPQREFDFTAEVQLEL
QRVQLEAALAERARLLEERRRLEQENQEVMARLRDARARNQVARADRQAAVERNQVARAQQQELVRRINERGIQRRAAAR
QAPEFEPVERDDEEDLDGILEAIGMQGPFMILLQNSLLFAAWMCAGLGVGICLPFMIGKTVLLMSPLRVVHLPLQFLDRI
TDPIVDFTLDRLAPVVKPTLSKTANLLPLAGLESSMEYLDGLVQQHIMPTWHAMFETAVSSDLMEGMVKEGLEALTDTVV
PETVAGSTANGTTAFQLAQKWGELAYGNSSSEKMVAILAGYGIMFAIASWYLSRSQHEYGNTFRKIARDGLRETLLVLKI
AFFIAIEMLVFPIFCGVVIGLCLIPAFQQSTTFDRVTFEMFSPRWFLIINWIVGTAFMFAFSTFVIVSRTLVRPGVMWFF
RDPNDQDFHPVREILERPFWVLIRKLGTGTLMYLGLIVFGVALPVQLFRLVKGVFPLRISEYPEEQRTVEMIMRLFISLS
IRWFNPTTLVRKALRKWWQKLSQWMRLSSFMYARNGERYPEEEGYIMYRTWTAWLMRSRPPIPGVDAGEENTVGSGEELD
IDAPVIFVRDGGLFRVPNSDRIRHLKNRRVLVPVDEFGRALDPADDLPGEIDPLAELPSNTPTLPVDPLENTILVYGPPH
FKLRLKAFVVFLWVSLTSFTALSIFLPMVVGRMVVALFTERKYHDTNSFAIGFYFLYALWYLVDWISVKAHVITTQGLQP
IDMKSQMEALYHGVGTVLSLVFFFVGFILFIPFQLGLMFELYLILPLQFLLMGEYTRNDIFTTWIVGTFFIPIIQGYLMA
MPHLQLAQDVRLVFAGNNPLDWNAPLALRRLLLPIFSKTGLATMGPVIAASTISNLFGIPPDKTLILAYPVTTSMFFTFY
VIKESITLIRGWSAYVRDQEYLVGRQLHNMQEEAAAPVVQEQEPQFDQGAEGNDPHPTQYGIRRSSSELELDAVASSSAG
VGLEQLELEDRIESYPSERFSSPAKNDHPAQYGIHTADSDSESELSTPRARRTLLVDNEDDWENGSIASRTRSRRRNQRL
*                                                                               
>Mver_MVEG_12125                                                                
MADHHAGDAISTPTKTPSHAVSDLLDDDNDYDEVVAEDWNDMDPTFGPKPTSGAVLPSLLTDKEAVEIDIKAEASAKGPP
TLHISTIPSLLAAELADSMGLPKDVVGEEDSNPKSACSSSSEYSLLPSIISSDQSRKNSMTGISETQAMSMTPGPPTPTP
EPTLLSVAGSDGDPTIGSTITSPSFSDFVQVTGDNSDFSVETSRSSSSNTPSEDVPRDDLLGEADQDQVVPARNGSGESV
PAGALAFDTVDTPKEVPVTEPVFPHLVQVTQATTSTSERPSLTVAHSEPSSSSTPSPPIKRMYRTTVEDARSSEEEAREP
SFTTQELRYRGHAWKEDTKFSNVPSGTMPGGLNLGLDADISHFGPSAATPVNDPPLDERQCRICLGGVDEEDTLGRLISP
CLCKGSMKYVHVECLNAWRERSPKKESHYKCDTCKYSFSFRRTSFARYLAHPLTVFVLTILVFITAVFAAGFVMKLLLYL
TMDEAQEFVYPADLDEFDEDELIRLKQDFVIFKTPDSLRAVFRIDKTHMVFGSFFVSIIGFLQLLLSTIWMGGGGGVFRI
GGFGLGGGRRRGERQREAGIGGVLMVMILVFGLFKSVYSTYQFVNRMSRKALAKAELMVLEVQ*                
>Pbla_Phybl2_75850                                                              
MSHFRCPSSSLVGAAGYYAYQRPSSTADLPHTNRGVFDSPYTISSTAMGSLDKTDDDNDGAGSTLSYSSYSSSSSSSSTI
LASKPTISLQHPNPHSQHPRNPPINTTEDNEGQQRCWICFGEDSDSEGRWVRPCRCSLVSHEECLLDWITENQKDSPTKK
VHCPQCAAPYYLSEARNIPLALLGLVDQWVHTAAPYLAVLGLGCSMLVVSTTYGAHTVLTLMGEKEGGNLMGHPSTWSWR
TWVGLPMIPVSLVASRSRWADAILPAAATLLLRATGSSSRTRLRWPPSPAVMLGLLPWVRLVYNGIQALVQRRLSFRLSD
TTYRQQQQQSHQTTSSSFVALVQGQAGRAATRTGTGRGQTSDLVEHDVNEVRNQYQNNNREDDIFNDDGPGLSVTIIGAL
LWPTISSIIGSCLSRFKPVQKYFPDPFHRNILGGCLFVVAKDIANLVYKYERIRQRRSRHVRNYDEIKKGRP*       
>Pbla_Phybl2_71997                                                              
MSHFKSSSPLPTEPSRQYTANFPGSTSNSVNKKSSFSSVGPRSPSSSSTPSTLNTEQQKSETSDKVQTSISSRSAITTPD
QPTYSETEYNERRCWICFGEDGDSEGRWVSPCQCSLIAHEKCLLRWMFESQKKEPLKQVTCPQCAFPYSFQQKTSLSYIM
ITLGERALSTIAPYFFGFTIGCSIIIAATTLGAFTVVTVMGPKDSERLIGNPAQWTWRAWVGLPLIPATLLTSIFPFANV
YPFVAFTFMSMASRSYRRPSLNWPPSVFDVVIGYPMVRMVYVSARNATYRLVVRRSMLRSSSPRQSLGLNASSSTPQLSN
IEQNNENSYSDIQPINDIQIDEIETRRMPDILLSSMCALLLPFTGSALGNLLTYFKPVKRYFPAPFHRTILGGCILVVSA
DIIDMWYAHSVIRQHQSRRIRNYSEIKQRH*                                                 
>Pbla_Phybl2_150312                                                             
MTDSSVSLLIPTVYPSSGTDLNQSTKSCRICGDDEEESDTERLYQTNPLIRPCMCKGTMMYVHVECLEKWRQVSPRKQSW
VSCDYCGYEYSTSRPFYASIVGSVWLVRVLSVVLVLLLILGMSYASMAVDVWALGHPIRPDDPSWVEFHGPSWHGLDRIY
CLSGVIVVSVLGMIFLIVRGGCRGRCLDNCDCQSSGCFWLGVPDCGGDGEGVIVALIFYAILLAMMVIVVGLFGIMIGAY
VFVRTGVEGLSNRIKERILEVHA*                                                        
>Pbla_Phybl2_175831                                                             
MNDQEDDQGIHPSKFFILQPNHNRPSHIQFMQCLFIEVCRVCRCEATEEEPLFYPCKCSGSIRYVHQNCPKILYNSNTVY
QPDMPATIPFKILLRQVLKKAFIHLCFSARFLFVSIIWFIVLPYCTVWATRFCLWTGPKYSAVLEQLIGEGVSPETQQTV
NTIAQSIASATSSTLQTLQTQTPDLPSNTTAPINDISTNLPTYPWLKIIFFVVSWFDNRPYVRKFFMDCSEGQSLVFYLS
TVTFIGFMARNWVLENMPVDIDQIPENLEDEELEQNEDAQVRNWILRMGAQVEIPEVRQPELLQQDQEPIIAVAQNLQHQ
FPLQDQVRNIDNIPQDINQADPVIQQRPIEEPERLENVRNRNEGVFNEENAIGELFGILDINGPLANFLKNVTILLVSIL
VILVVSVWVPYLVGITFILSNPIDMVHHAFKEMRFLYDIIRHGVYVGWNTYFDPAVKHLYQPYFEAQSGNSPSLSVGPLI
EETLGEFWRHLPIFNQIPTSTIISNIPTPVAKLLQENASLTDTLHHMSHQFSRLQIHFHNAAFGSSQYDQLLCIAIGHFV
FLLGALIYLSQKSNVIGRIGHGIKIFLRQQVVVFKLIIFLFLEMVAFPCVCGIALNMSMAPYISSPPLGLRWMLIKSHPV
QYFEIHWFAGFSIILGLTRIVLWFQKVIRPGAAWFIESFANRELNLFREIPERSIIAQLCKSIAELFFSSILIFSSIGGT
LWCIRNTTNILPLRWRLNDNLPNSESCLILLMYTTIPHILTYYQTKKTLQTGCKKALELVCNRLRLTSYMLGNRIPEEEG
TPFYTSWLGWVSGNIEMLDKDGQLALVPKRNTVKWVQGRRMLVPVDPDTLQPLDPEERRLGHPAESGPGGREVNTTIVYL
PPDFKTRIAMFLFALWISIVVAAFSFTLGPIALGYFVLIKCLRLSHDDRNDVYSYCTGAVVILVLGVLVRKAICIIHSLR
NRENQSSILELINLAIYDTARWVVKVSFLGLNCCVIFPILIGIILELYTHIYWTPIGSMEYRVPLLTLMERGLGLLVVVK
HIHTKAPYEPWQRNWSAMLPTDDVRHLDISYALKRVFGPLILICVALIAVPFFADDLASRLFGYTRQDSTTQWSYSISLI
CIIMFFILRKMAQGVMVWIRSTREDVFMLRRDLNNFDGNQQGIGH*                                  
>Mcir_Mucci2_104540                                                             
MEEEEICRVCRGEGTVQEPLYHPCKCSGSIRFVHQECLMDWLSHSKKKYCELCNHYYKFTPIYKNDMPASIPKRIFIGHV



KSVLCTVTKWTLRATLVAFIWLGVVPYFTVWIWRFYFWNTDTSNYLLSRFFFQPVVHNLTSTSTGSHTSREQEESVWKNI
MYDCLTGWLISTVVTSVFIGGFLLREWVLQNVPAELHEMDDQARVEEEVAVAELLHEPEEVQPQEQQQQNAPTARRGRTN
NARRPPLHQEPSDYENLEAMWLMDEAQASPPLHLRQDRAERDPFDLDQDSEDDDDGYFDESEEEDEPVHRERVREILDTI
QREQQQQQANDPAVVDAHGIPDDGNVPENQDGAGGPEDIDGILEIIGMKGSIYMLFQNSGLMTLLMSLCLGAGVWVPYTM
GVAFITIRPWEGVLLLTDLVRSLSDPILDGMYDLWADLYAQLDPATQWIPSWTPAVIKPIMLTAIHIGQSLTAFFSTGMS
TASVPVASNDSSMLLMDPATVQSYTVSLWHDLISFWHYIQPFYQSSSAYFVQMPTGDTALDRAGCIVTGYLVLVVIGSLY
LSRTRSMYARIGRTASRQIIRQLGILLKVAFFVFMELTVFPLGCGLLLDCVALSLFYKIGAGGHLLAIHKRMTFLKENVA
SSIFMHWVVGTGFMFLFTTMVTFCRDIVRPGVIWFIRDPNDPQFSPFKELVKRPVFAQLQKMAASALIYGFVIEFGVGGL
VAAIGALFDGILPLKWSYRQPLTTIPVDLLVVMLVVPAMIDYFDPKQALEKTMARYARWLCHQLRLTSFLLGGRPINEEG
YIYYKTWRAWIQRPELTNATLHRQDENNNNDADLTTFIRNGILVRAPKHDGVRYIPGRRMLVPVDPITLEALDPTERSLG
HPAVEADSDQDQHTTIVYLPPQFRLCMAIFMSVMWISWSALLCCVFVGPIAVGRWLFGYMGLVAEPGSKIHDIYAYFIGG
SVMILVGVLVKGIKSSVSNVSAAIDMSQHALKMIHWIFNFAVIGVSFGLVIPLILGLILQLYLIIPCQHWGSRAPVMDGF
SIYTNGLVCLTLAHGIVSVLPNQTLAQSLNRLKANGIRRFDFSREMQQLIGPVIMNGLMAIVLPFSIALIQNCLDHDMTN
RVRFLQMIYPAVFIGLVLYYFSNAFTKFGQRWSQSVREDYYLVGRVLHNNEDPAATTAVSGP*                 
>Mcir_Mucci2_104700                                                             
MSHFRCPSSSLVEEAGLYAYQPISGLDESQLFAEDDEYPSTHTSRSTSSANITTVYNHSSINNTSATTSNHASNHNGYNN
KRCWICFGEETDSEGRWVNPCQCSLVSHEQCLLDWIAENQKNTPLKKVSCPQCNSAYVLSETHSIPLVLMSIADSLVHTA
APYITVLGLGCSMLITSTTFGAYTVLTMFGTKEGEKLIGNPAYWTWRTWLGLPSIPVTLLLSRTKWADNVLPAATLLLLR
ITGITYPLKITWPPSPAVMFGLLPWVRLLYNNIYTLLQRKVSRSLIRTGSTNNTNANDVQRPSPSRRRTTMDEIDLEEHA
DRGADQDTEVLFGREGRDMSVTVIGALLWPTISSIVGSYLNHSKLVRRYFPEPFQRNVLGGCLFVVAKDIANLFYRYERI
RRRRSRRVVNYNEMKRRSK*                                                            
>Mcir_Mucci2_158066                                                             
MPPAKIRMCKICLEKDQVNHLISPCHCKGSIKYVHPHCMAGWRKALLHTGRESDLYHCQLCKHRLWVKQRRLWAALLHYK
RSIMKAFIHFSVLLTNYPGGLTQAWASSSLTQLLFTSSQTSILASLSSSHHIQPLSSTNSASIRVLYSPFPVCILPSASS
ATSHSHALFSNQLLYYFLFPFSDERLWQLILCKLEHFHLGFFLLGSVNNIYFTYKILNDMFDIVLLGQDQQDNDDELQED
EEQRLNSITRRLSKLLKGFLLTYCCSLVILFWIHFNIFAFHVDSQYEYTTSKQFVAELPLWTLRWVTLGIAVADFAARGI
YRWLTRITNCVDQEDVLSLPENIK*                                                       
>Mcir_Mucci2_80586                                                              
MSHFRLPRTTRPIDQELPNTIVLNNDILDPSDPMLNSQTTSRSSSFISTSGRHNNDDSNSSSSSSSVVSSADSSDSSTIL
APRQPTRATATSSDERRCWICFGDSSDSQGKWVKPCKCSLEAHQTCLLDWIAENQKASPTKKVNCPQCATPYYLAQNNNI
TLALLTVVDSLVRTSAPYITVLGLGCSLLITCTTYGAFSVMTLFGQRDGERLIGNPNNWSYKTWIGLPLIPVILISTKTR
WGDAILPVAAVSVLRATGNNPLNIRLTWPVSPALTITLMPWIRLFYKNAYRFAQRYLTKNLSLQDASMLSSSATPNTSSR
PHRESSSNDISERERNLELDMINGRGTSSIGLSLLGALLLPAISSCMGGSKWIRVNFPEPFQRNVLGGCVFVVAKDIGNL
IYKYERIRQYRSRRVKSYEEVIKATSRRRHH*                                                
>Mcir_Mucci2_109666                                                             
MEEEEEICRVCRSEGTLEQPLFHPCKCAGSIRYVHQDCLIEWLTHSRKKYCELCEHPFTFTPVYRQDMPDKLPPKLFIQQ
LRKKLAFAITTTLRAILVSCIWLILLPYFTIWIWRLYFFLGANLSRHLSRLQHMKHQFGFFMNNKDRDDMILDLASSGDH
GLLGNDTLLIAGATTAPSTHATWFEEYKSRFSLQTFLADCFEGQIITCVVVVVFVAVFLLREWIVQNIPMDAPIIEDDEV
AEIEEHGDREAIQQQQQQQQPHQEPVDNLFDNHWDHQNEPVDLDQRPPSPVATTAWLDQGESSATDPLFIYKSSSTGQNK
PTRATSMPPSLSATSSFYDNDEGYNGSSSLGVPESLENRRSASMEPYIDTTPSDQRDGASSSGNGSSNAAVPRGHPPNAP
RLRHAEAPRPMIRPIFEELEEDEEEQEEEAPHVPAMEPRPQQAVNEADDEDDNIEEFEGVLEAIGMQGSLWSLLQNCALM
GLLIALSLGAAVWMPYLIGMLFIMTETLDLIRIPLKLTRMITDPIVDFIFYVCTDYMAPWLSNVYTQHVEAYWIAFSTSH
VSQKISIAFMYMFNYVFDHGLLLSDSSNASAIPSTTEATTSNTIMLSMAKFINDTEPILESAFHRYQSLATGQTALDRFA
CISVGYIIVTIVSCWYLARSTANNNNNNTAAAALGRTAQEAIRHQGIIFKVGMFITIELVMFPIVCGFLLDLSTLPLFKS
ASFLGRFLYLKSHPVPSVFLHWFLGTGFMFLFAVLVTLCRDIVRPGVMWFIRDPNDPQFHPIREIVERPILFQFRKIGAS
ALIYLTVIIVGVGGVVHFIDTVAGHILPLRWNLSVPLSVVPVDLIIIHVGIPAIVRYFKPKQTIKQLFVKWITFTCRQLR
LSSFMFGGRRAEEEGTLVYHNWLDWLKRTKPTHYPADGSIDDVIGHQVSYLWEGQLLRVPRHDSVPIIERRRMLVPVDNV
TLEPIDENERRLGHPAASAPGGDEVNTVIVYSPPHFKERVLIFVGFMWLSTSMFFCAITVLPVLLGRYLFEHQLHVENQV
HDIYSFVLGGCIMLFAGTLLLQCYHSIKDVASQSTWSAFTLSIWHQAKKWTLWMTHWAFFVAAFGIIVPFSLGLLIELYL
VLPFITIGKDAFSIEVLPMWAAGFICQVIMHGFIQVIPNNRIKAILDDVFQRGINEMKIETCFIKLLGPLLFVTMNATAL
PFLPAYINVKIFGNSLQHNDQVTMKILQMAYPIALVGVGSYYLGKVGSRFRTRLVQNIREDNYLIGRTLHNLDQ*     
>Mcir_Mucci2_81718                                                              
MDEDQEICRVCRSESTPDHPLYHPCKCSGSIRFVHEDCLIEWLSHSRKKYCELCEHPYTFSPIYRDDMPEKVPFFVLVTQ
LIYRIASLLKSAFRGLTVLIVWLIILPNFTLWTWRFYFWSGENIGFNTHHVMDAANTTTTMAANTTLAEQQQGQEEEASF
YIMTLKGFLSDCLEGQIITAFVIIIFVAAYLFREWVMQNLPAEQPINNNNNIVIEENQVNNNNDQMVGDQFAIDTLLNAM
QVINPPNENHVNVGDDQDQRMRRQLHQLRVDLENEMAERNHTDNQSHAWSPSLNERVVPDDDDQLFGGVDGVGASGSGHE
QEHRAPSRYNLRSSSHQHQPAEADQADQSPRFNHHHPAAHFDQDQVIAEDRWPSIHQFDEDEWEDDDNSLPDLVDRPQHG
LNHDEAIIENLRERFGGPMNDPIINAFEREMRNRQQEPVDGLAAAAAAAAAAVDEDEPLDVGDDINGVLEAIGMRGNPWM
LVQNSVLMSLMISLCLGVAVWIPYVVGRLVILIRPISFIETPIFVMRLITDPLVDFVLDLCIPFVWSHIGGAVTLLVPQS
IQASLKTVRDQVVQALHSNITTGETVLSKPSLAAPAAMMNATVTKASGADSLMLNMDWGLIQTKVETYSTMALARWHRFA
TGQSTLDRSMCVFVGYLVLIGLGSWYLTHGSRARSSRRNGAGRNAASAGETIQDLIRQQGIFLKVLMFILIELVVFPTVC
GFLLDMATLPLFVNASFWSRYAFHLKSPYSSYFLHWFLGTGVLFYFAIFITVCREIIRPGVMWFIRDPNDPQFHPVQEMV



ERPLPNLLHKISQSALIYSVMLVFGVGTVTYSLAYTGVVFPLRLPFNTPLSTLAIDLLIIQFLLPPLIALIKPRDYSKKA
LDLWWHFACRQLRLTSFMFNQRKPDEEGRHVRRTLKSFLLMQKADIPADEFADVAIQDDDSPVVFQRDGMMVRVPKYDSV
PVDPKRRMLVPVDPVTLEAIDEEERRRGHPAAADTVDEAQSTIVVYIPPHFKQRIIVFLLYMWFSISVFACSVTVLPLLA
GRMLFQLYLAPGSKVNDLYSFALGIYLMTGCAILAHWANECYTTTRSANQEEMIKYAKEKAGKALKFFYFAVMFGIVIPL
LFGIAVDLFVFMPRRDFNADTGLVIYISQNWSFGVAYMSTIHNLIHVLPANNRIRQRLDETIGGNGIMLADSWIITRTVI
APVILVALLAITIPGITSWAILQMLDPKDPSLQINVTRYTYPTIFGVFLVVLAAFLVKKLISIWMDTVRDDTYLIGRQLH
NMQNNPQEESAPAAATIDTAVEAQQE*                                                     
>Mcir_Mucci2_113896                                                             
MEEDQAICRVCRSGSSVNQPLFHPCKCSGSIRFIHQECLLQWLSHSKKKYCEVCEHPFVFTPIYRDDMPARLPLHVLLQQ
SLSRLAKTSITLIRSVLVVTVWLVLLPTLTLWTWRFYFWSGENIGFSTAALTQNSTANQTASKDDDPQYGYLLNYDWKGF
LADCFQGQIITAVVVVVFVAAYLFREWVIQNTAAAAAGGAAAVADVPEDDNNQHLAQQQATVDDIIHAVRSVDTTDQAVL
NEREQISSRLEELRREIEQRRRLAAAAVTDNDTNPLVDNTNTINPTAHSTNTYSHQNDEDDDSHMYLNPPSGTQSPFLSW
RDYQQDNANSSLNHRNQPYSNSSSGGGNTWRARDFSASAMVERSDYFAEQYLDEAVLDEDSPRPATPLPPPPPPPPPPPP
PPAANNNEAPFDFGEDFDGILEAIGMRGNVLMLLQNSILMSLMINLCLCVTVWIPYVIGRSVILIHPLKMAGSPIYVLRW
ISDPLIDFGLDAVFWPTYTNLLVLCKSVLPQTTLITIKSAMDSVLSGLYFIFRSIYITLHDTSEAASLSQFLSDTTTTTR
SIISINNWEPLRDNIYSISAVIFNRWQQCATGQTSLDRTVCTCAGYAVLISIGSLYLSRNKDTRAGSTNEILRQQAVFLK
VLFFIFLELVVFPTVCGVLLDISTLPLFTEWSVKSRFHFVLLNPYSGIFLHWFVGTGFILQFSVFIALVREVVRPGVLYF
MPDPKDPQFQPVQDMVDQPILVLLRQLITRAAIYFMLIMVGMGFVTILVSRYCGIYPIIWKFDTPISSLPIDLLAVQFLL
PPIMGYIVPREFSKKNVVTWWHIVSRQLRLSSFMFGGRYPEEEGVYVYTSWYAWLLSLRPSSTAANDETSSPPPPPPPLY
DNFHKDGGLARVPTQDNVPIVIPKRRMIVPVDSVTLQPLNEAERLLGHPAAGSDDDKTKNTTIVYIPPYFKLRIATFLFL
IWTTGSILVCSMSVVPLKLGRNLFAKLQLGPDRPIHDLYSFALGAYVMILMSSMLNTAVQKYQIMQGNHGRVQWHLVKDY
ITAKSIKVAKFAYILFFLGFAVPFLFGIMLDLYIIMPLRHTSVHEASLDIYPTVDWTIGVAGLSMAYGIIHVLPQNTPYR
RQVVQFNWANFDHLDVAIITREVILPSIKYLCVIICLPSLVTVIVTWLLAVQDTSIKMLIFRCTYPILFCGACLMALMVV
IVRLIQYWLNSVRDDTYLIGRQLHNLEETSA*                                                
>Rory_4076                                                                      
MSHFRFPRTTRPIEQELMDTVIHPMEHQQHELEEVGSVHSESSGTSSDSSSSDSSTILASRPPPVTHMTSERRCWICFGD
SSDSQGKWVKPCQCSLEAHQSCLLDWIAENQKASPTKTRNSIVLALFTLVDSLVRTTAPYVTVLGLGCSIVITCTTYGAY
SIMIMFGQREGERLIGNPNSWTWRTWIGLPLIPVALISTKTKWGDVILPIAAASFLRATHYRLQMDCFRWHISPAALTFG
VIPWIW*                                                                         
>Rory_6562                                                                      
MQMEEGKVCRGEGTTEDPLYYPCKCSGSIRYVHQNWYYLNLMDWLEHSKKKYCELCNYSFKFTPIYKKDMPNTIPKLQLI
RRMTYMICISFYYSIRVTLSLFVWLGLVPYVTFWWWRFSAWSSVGTQRILSRILFRPLVDIPKQAKYQWNLETILYDCMK
GWIIGFSFALLSIIALLLHEWLEQNVPFIDDIQQQQQRMPEVANEGIDDDDVIHFMNNNNNVNEEEIVAGVDDVNGLLQG
IGIKGNILNLFQNASLITLLLCMSLEIGIWVPYMIGTSFIMFQPWKLLEYSIQVLRSLLDPALDYLLDQITQHIPLSIRS
ALYSAFIHLHQSTQTSSSSASVSTNALSNAWHIVYRYFLDMPSSDNYIKITGCILTGYATVAFIGIIYLSQTHHYSRIGR
TARQAIYQSCLCMKVTLFIITELIIFPIGCGYLIDLSALPPLFFRSAQEGLDQLKNYFMCAPVASLFLHWVTGTVFMFLF
TTTVSFFRGVFRPGVIWFIRDPNDPQFHAMKELIERSIWSQFKKLCLVATVYISVILAGIGFFARLAALLMNGYLLPLTW
NYSEPLFTVPFDLLAILYIAPCIVSYVNHGEKLERLLTAWTKQLLHQFRLTSFFLGSRPLDEEGDIFYKTWTSRLRRPRY
NPQENQQDVLRFERTGQLLVVPKHDRVHSYLPGRSMLVPADPVSQEPIGGHPAARNREELEANTTLVFNLIATLILFGLV
IPLLFGLTLELYINIPTQDSQVLVIQPIFVWANGLVCLALFQIICQRVLPATHPLNISMTRLSSQGISNFNLNQELKEVI
IPFTSIILLMILFPYAIVEANRHYFKLSDKDPIDLIRSVYPCVSAVFFIYYALCLAVGYMKQWMETNCSFFILGKSIQDT
KE*                                                                             
>Amac_AMAG_04384                                                                
MDPIPDKWRRPGDEEYQFDWTDLESLDADHHHDGAASASATSQPNGHAAPGRLPNGPNGQDDMDAARPPITVPAPLPLPP
PPRPPAPAEQDRAVPAPAMSDPAFREPAVCRICRDEGTPDNPIYAPCRCTGSIRHVHQDCLMEWLKHSGKSSCEVCGHTF
TFSSVYAPTMPERIPVLVLLNGMIRDTVLFLAQTARVIVVLLLWFVGVPYTVFWWWQFVNVMTLGQPLVPVPDVPLPPSD
EEWIKPVILGAPKPSANATVKFENTVLLALSQACVTLLISLSRRQRTIFLTHPASTCSVPPQFIRDVLEGQVLTLVTFVF
AILLFLLREWILETVRRLHQQERQRRVLYRQRVQQIQQLVAHQQQLQQLRQIEQNLVRQNQAAGEAQVDNEHVGAEDRAQ
VDAPLEPVELDIPDFHPTPPPAGVPPPPPPPPPGRLRVDELDFINPEVAPDLGGLFEPDPGVGAAAAAAPPVDLPQLLAA
DPVPAAELAPADDAALDEWVDGLVPPANDQDQGDLGGFWEMLGFQGPITSLLKSLAVVLVCLAVVLVLTQWLPLAMGRVV
MSFRPLSLMIDLMYEWRVLVTPVRSYLAYVLAQPIEYYATLTEALKLDPAAGCELIASVVPGNDMLWRLLGPGPVPTTPA
YLPLHPVVPDSAQAFIDTLIIMQDTIGDSWTERAALIAVGHFWIEMGLALYVGVSYRTQAHSRIIATLGIEYVKALLTGI
KVVLFFAIELVAFPTYSGILVVVFTAPLVQTSLLDQWALAMSRPVAALFTHWFIGTMVMFHLANFVGLFRDTVRPGVMWF
IRDPNDPNFSPFREIVNRPMTAQMRKMLVSTGMYLSVIGGTVGMTSALLALIPGLLPFRQSGLALADVPIDLIVFQIASP
LIAHKAATAVWPLVVTRTWLLLVGRSLRLTSFLFGSRHADEEFTNRNATLSQRVAWAIQRMQNPVHLWQPATRGNGAARN
DGLPDQPEHIPITVKPHPMLAPMTRYHFTGALDPDAVPDHTGSLYCVPGFDGLRVVRHRVMFHKVDGQGHVVVPFAPDDP
LAAFDPLRAPDTPPPVVLPNVAALMPAAAADAEDDTELKDDPEHWTYVWLPDQFRERWIALIVLMIASLAASIAVVVASP
LLLGREIMAVVAAAAPLDASLADADTTAVRAWTASHIHDMYSAAAGVLVLAVAWLVARAVRAVSKLARASRWAELRTRVA
QKVKMGVKGVWVLAVGWGAVPLLMGALIRVSITQPLRFVYGFEPAPFAVVYEWGLGFIVSQIVFNCLDAFPDHPVMEALD
ETFRNGWPNLNLLAFNERIVWPLLMMSAWLLLLPRFAGQALVPLIQFVGTDMAARIDPERAATPLAANLAQFIRRLALDP
AAVVPGVIYPIYSAYLVVRWILARCVRKFRAWAELVRDQEYLVERVLHDLPDAQRGGGAGRVGSAQG*            
>Amac_AMAG_06204                                                                



METARIAPDTPAALASPSASDHGADLALSPANDVSPSSSATSIVDPPTAATADDGANGPFDREAQASGDGNSNGGNQVTF
SMTAGTFSVTAALNISLPPSPARPSSPAEATPDNRAGTPPDRGTPTPNSSASAPSRLETVRSPQLSLDPPEITPAMADDI
RCWICYGDYTETPSHRWVKPCKCRGSLGFTHESCLLRFIASKGDTEKPCCPQCQTPYRLISPAPASLVWLRRADALIGKA
VPYVVMLGAGLSAIFVSTTYGVYVLMAMGGDEADKWLADPEWGWRVWAGLPLIPVGLVVARLDSLDRVLPLVPLWLLDAK
GITVSWPPSPVTAMVALPWLRAAYKSLRRSITEAILLPILLERDPAEEELHNETDLGKPVEPAVDAEAERARREQALADL
RLSNKRDMTRMSVDAIVFPAVAAHVGRALAAWVPGFKRVFPTTLLQSLVGGVVVVVAKDVIGLRYRYLKLSAARRKRV* 
>Amac_AMAG_11725                                                                
MDTARIAPDTPTASASPRASDHDADATLSPTNINVSPDSSTTGTGADPLTGTNANTDADANSENANQGQAAAAGDGTRPT
NGGNQVTFSMSNGAFSVTAALNISLPPSPARPSSPAETTPDRAATPDRGTPTPISTASAPSRLETVRSPQLSLEPPEITA
AMADDIRCWICYGDYTETPTHRWVKPCKCRGSLGFTHESCLLRFISSKGDAMQPCCPQCQTPYRLISPVPASLVWLRRAD
SLIGKAVPYVIMLGAGLSAIFVSTTYGVYVLMAMGGDEADKWLADPEWGWRVWAGLPLIPVGLVVSRLDSLDRVLPLVPL
WLLDAKGITVSWPPSPVTAMVVLPWLRAAYKSLRRTITETILLPILLERDPAEEAMHNETDLGKPADPAVDAEAERARRE
QALVDLRLANKRDMMRMSVDAIVFPAVAAQVGRALAAWVPGFKRVFPTTLLQSLVGGVAVVVAKDVIGLRYRYLKLSAAR
RKRVVNYIE*                                                                      
>Amac_AMAG_16226                                                                
MDPIPDNWCRPGDEEYQSDRTDPDSLDAGHHHDGAASASASSQPNGDAMLGRLPTDPNGTADMDAARPANTAAAPPPPPT
PPRPPAPADLDRAIPGPAKSDAALHEPAVCRICRDEGTLDNPIYAPCRCTGSIRHVHQDCLMEWLKHSGKSSCEVCGHTF
TFSSVYAPTMPERIPVLVLLNGMIRDTVLFLAQTARVVVVLLLWFVGVPYTVFWWWQFVNAMTLGQPHVPVPDVPLPPSD
EEWIKPVILAAPKPPANATAKFENTVLLALSQAVPPQFIRDVLEGQVLTLVTFVFAILLFLLREWILETVRRLHQQERQR
RVLYRQRVQQIQQLVAHQQQLQQLRQIEQNLARQNQAAGEAHADDEPFGGEDRAQVDAPQETADEHLPDQRPAAPPADAP
PPPPPPPPGRLRVDELDFINPEVAPDLGGLFEPDPGTGAGAAAPPVDLPQLLAADPVPAAELAPADDAALDEWVDGLVPP
ANDQDQGDLGGFWEMLGFQGPITSLLKSLAVVLVCLAVVLVLTQWLPLAMGRVVMSFRPLSLILDLMYEWRVLITPVHVY
LAHVFWQPLEYYATLTEALKLDPAAGCELIASVVPGNDMLWRLLGSGLVPPTPAYLPLDPVVPSSAQAFIGTLIMMQDTI
GDSWTERAALIAVGHFWTEMGLALYVGVSYRTQAHSRIIATLGIEYVKALLTGIKVVLFFAIELVAFPTYSGILVVIFTA
PLVQTTLVDQWTFAMSRPVAALFTHWFIGTMVMFHLANFVSLFRDTVRPGVMWFIRDPNDPNFSPFREIVNRPMTAQMRK
MLVSMGMYLSVIGGTVGMTSALLVLVPGLLPFRLPGLALADVPIDLIVFQIVSPLIAHAAATAVWPLVVTRTWLLLVGRA
LRLTSFLFGSRHADEEFTNRNATWSQRVAWAVQRVQNPVHLWQPATRNGAARDDGVPDQPDHIPITVKPHPMLAPMTRYH
FTGTLDPDSVPDHTGSLYCVPGFDGLRVVRRRVMFHRVNDQGHVVVPFVPDDPLAAFEPLRAPDTPPPVVLPNMAALLPA
AADAEDDTELKDDPEHWTYVWLPDQFRARWIALIALMIASLAASIAVAVAIPLLLGRKIMVVVAAAVPLDASLADADAAA
VRAWTSSHIHDMYSAAAGVLVLAAAWLVALAVRTVSKLAHASRWTELRTRVAQLVKTGTKAAWVLAVGWGAVPLLTGALI
RVYITQPLRFVYGFEPAPFAVVYEWGLGFIFSQIAFNCLEAFPDHPIMEALDETYRNGWTNLNLLAFNERIAWPLLMAST
WLLLVPRFAGQALAPLFQLVVGTDMAARIDPARAATPQVATLAQFVRRIEMDPAATVPGVIYPIYGAYLVVRWILARCVG
KFRAWAEHVRDQEYLVERVLHDLPDAQRGGGGGAEHVGAVQG*                                     
>Bden_Batde5_28447                                                              
MLPNLPIHSILDIQRSTKLLNSGHFLSHSYVVSTLDSVYGSDELAAIKLQIEWSSNTSLALVECQTMQRVLALYSIDHSK
QLYFDKEFKINNIVMSHNARFCFLSKCCSVKGFGCHSNECEKDRPNIYLAIDPNHVVAQIARHTRTSKANQFFTNLSSNC
TALSTVSQLWKNKLPLCLFGLGKRSFAFPDPTGSNRILDLHKLLPRSISTDNISDSVPFGHSAVQDFSASILQSHLPNHQ
ATSGLNSNPMAIHSTMQCVLKYQSEAHVDLVSSFTISPSDLEPSKFALESHNPNLSIHSDDPTSCPPTSSEAVLCRFCLD
DCSTGSLISPCLCIGSAKFVHLHCLQRWRKTASNPYSRVRCEICHAYYRLGHPLSGKFTIDTAKICCVVGYLFYAVIALY
IFRWGLGILGARVNGTCSSHLLNVLSLGTFWHAIIRWQILTVQMLSRIGPSVLLVVVYFSFQDDQPQNIHQPQDQQWFSS
MRIAAFSFNLLIYWLILDFLCHAQFSTIMCAAADSMYILCTLVGVLVLVYRSNMWANIMAPSLLVLLVDVNVDVNDVRFH
SY                                                                              
>Spun_SPPG_03325                                                                
MTFRALLDTPRPGAKPSKACFWHMETDDSQRHRDTVGTDIGENSGLRQRQAKRNEDAGGPWLASKTGQPHDIELEERTTA
TDNDFEAIQEVNHVEEDVVADESNPEDEKPEDNDEVGTASAAPGGSTVTDEKLCRICYSPAEDADAAELGRLISPCKCKG
TMKYVHIGCLNEWRKVSRNRQSFYECDHCHYRYNFRRTAWAKVVVNEGVVTLLTLIIFFLGVVVAGFLMKLFLLYYVPYP
DVDDLDDEDLVFFLRPSSISLWTIDIPHLLTGLVLVGLLGFFQIVLTFLTGPWGGVPRIRTNRGDQSPSIVLMILVAIGV
IKTMWTIYKSVRRWSRQRLEIVETAILDVNE*                                                
>Ecun_NP_585887                                                                 
MESVPHDDSLGTEEMQDTVDVSITMPRQTTEDSRFCKICYSLTNPIDMRDDLISPCDCKGSIGLVHGVCLNMWRYRGKRI
RDIRKCEQCSSFYRLDNEIVPHRIVVSLITVGVLLMVYLVLTILFKSLVNAFIIIIRDFFFSDIHRLVDLETGRGLEYVF
LHKQPPVEYRLVETNGFIYLFIMILFYQIFSGTSFFSIFNYMFTFWRLNQFDFPVDKILFGFMSVYYMRRAYNDAYSRID
SGLIFFLNYK                                                                      
>Ecun_NP_585839                                                                 
MEKENTPMNEEKRSCKICHTGDIRGDELCNPCRCSGTIKYIHRECLMSWMECSGTKKCDICHYEYKFKDIYKPDTPQILP
VSIIIRGVADVGWKATIVLTWCILQMVKWMGVFYFNGYLFAVSTGLCDTDGGSGFRNSLIWLGVGIPLTWLAQVNRCLLN
QIREKFGEDMRRRRRMLMNPRAILESISRESAQLERSTAVPQGEHAREIGRDLSSDSNVSTSREMAGSRNVEGVRPRRSN
DPMNSFLFRPIVSGISGMTLPVSFISVIYGASRCIPTPRIHGSFGAFLSSMGLGDLYSRLVAFGVAFWAVTSCTEHARKR
LGIGRIRYICIFMKIYLIILLNIFFMNLTFGLVLHYMFGNIMNKGMYALHLDNEYSSPLKMGISFIFHMSIGYTFSIVIR
NIFLRFKRCFRPGVLHFIPDDEDSRMDELYEASKIGVSRILLRLVGYLAFFTLFYGAGLMVIRCACGEMGIRFSVRSFLK
LSLSYKTFTMLLYSNKIFCDYVVKGLNKVVRLEARMLGMENFLYNAQMERYDKQMLMWCANKNKIFRRQHIKAREGRRPT
EREICKYFNTHPSSDFAIFYVPKLFGLRCSLIITSVVLCFYGLYTGYMVIAKHIMERINAEAYIRDSGDVLLYLILAFLF



RLSWIVIHVAMSGIRGEKSMLQTAGELCKHGIVNVYINTVYPLFGSLMVIVLSNDGTSISEMRPLRLFLFFFSSTSIVET
ILSSSPENYTFRALIRELCKINAFISVVFGIWYMYNAVTLLLGLSNGEFAVLSVVVGYTIFVSKKIGQSIQSDKGFYKRL
LDENYLVERRVVNIDEE                                                               
>Npar_EIJ88907                                                                  
METQDIETQMSEKTIFCRICTEPETSDNRLASPCKCIGNMKYVHSACILEWIYKTRTQICNFCNYKMKLKRVYINKPTKP
NTYPVYTVIYIYSKIQSMLLFGQEVKNKIFEKIEKGFALFTGAVLDPIYRLFSFSMLPAFMSIPRLIAQKNISNIRKQNT
YTIIDTLTKLNVITEYNTMYSEIHSNSTRIHRAGLARAHAENDIQRIFSIIIFEDDLEGSLEIVPTTVDYIVLFISLGLV
SWLSYILSPTTEYQGDAWISKALIPAATLLWFVYTVIFLAICLQNRLGIKRGSRYMNICGVYCKLLIILLARYGALPYFI
FHVVEVMLRILYTSIKMNALQDFIKHSIYGIIPQISEVSNKQMAEAITQSASEFTGFLFVILGNIWLFVFQSVYARYFSH
IIRPGLFGWICPISVSVNRVIKDRIFTTFQSYTIAYILFICACIVLCSQILFLDGILLHNHFRKIPCSQIFCLENMAYLY
FYLPIIEIFYSGPLQSYFSYVKSILSSISRRVSRCMKVESLLFNGDLPNNSVNLSKLCYLPARNDVSYTNEEIVKRRMLK
ITKEEKELYFDENGKKKRITMERFTGLEADEHKWTESIVNATRAELLYNPAYSIFYVPSFAVVRVILFSIILFGVCSIIT
GITAFLLYHTVLYIECMRAKIMHVDILNQIFYTTKLVLGILCIAGGMLCLTYRERKFLIIRKIYQSVKKGCVIGVIPFIV
VVFGISLKESIISLLGYKYAKLADWVNAPFQIWFISYTLSLDLIFRNDYSLVFMLVEGACMFILYTLIDIFLFEGTMSKI
SIWSRLCIVLLPYAFPWIVNILERIGNFLCRASERVKSSILSKGTEIVLVDA                            
>Npar_EIJ88627                                                                  
MDEVQRIKPILQLEKYKTLENTLKKRETNTPEDYETENISANRIALPTHVSQDEEIFCRICYSYESPLGLLNDLVSPCGC
KGTIKYVHRYCLRIWRFKGKMVKDIKVCEQCFCEYVVDDEKQVGKFIVAVSTAAIMISLLVLTSIFISSSADTAKFILND
IYTYMYGNSKMVSFDDPILVCNMDSIIARKNSENPLRSTFVLKKIEGTASGEHEHFASIKKKYIYSLKNIHLLDVEKSDL
FLTCTTLGVTYTILCEDNPILFINFMLSFWRIISFDTLFDWALYGMINLYIYTQMFEKIYKCIDNYCMYAINVY      
>Ttra_AMSG_07520                                                                
MEGEEVLVAVPGVAALRPVLLPAVRPDLPPGFDLEMWTGGASKAKATTEAETEVETETETEVETEAKAKTETETEMETES
EADGREAGGPSSQADGEVHGVDSTSSDQRVVEPGAAVAPVASDGWSSESDEGPVCRVCRVGDGDLFAPCQCAGSMRYIHQ
ECLEQWLNVSHAESCEVCGHAFAFQPIFDAAAPPTLPWSAVMAGLVARSMGAASNAARIGAVVLAWFVVVPLVVARSILV
QIGAMPWSSLFSLRPPIDGLPTLMTEAMLAPLREIDHAPAALPPLVEWAAADVAQGRDSSLLWLAASTLSQALVGTVACV
GILGILLSIVVATEYVASQGLDYASLYGPRAEVEGEAEDEGEVEAETADGADPGPAAGAEPVELNDGVDAEGDGEGDGGG
DGDGHAAAADDGRLVWGFGGAENGGGRNGHDGHDGNVVLDGLGLDADLGFGARGDGALGAPGDALDVHHDELGEFLDDDE
LGLGEGNLGFREIVGLDGDWTALAENVFTIGLVFVGVTAVGLSAPLIVGGVFHAQFPAAGPASVRRKLVLGYGMLAVVAS
AMWATRMLLGRRARMFDLPCSVVWMSWQYVRLVVCTLTELVAFPFVTGWLVDLASLPLAIEGTTLSSRKAFAREAPIASA
VLHWSFGMGYMILLSLLVQRLRRVLRRGVLWFLRDPDDPEFQPFREMLEIPMLRLVRRILLSVVLYVLHIGCVVGVPVYL
ARRVTRALALPATSTTAPPMQTLVNVLLLHALVPVIFALVPQVQTGLDSLLRGLFQMAARPTGLAWYLFDDEADGENEAE
QAERLERGETQSLSGAHAVYLGGAAMLLGARGVQELPRLAAAISWHRLAGAAKLTVLVAAWCGLVAPLTGLVLQHVVVFP
LVVGEGQTPVVAPLSFFDLAGGLLVSTGAARIAASVPGPTPWLPFGWILREIDESLGTPPLGRALRYLVAPVALLEVLFL
ALPYAAALVAGPGLSESILLYGHGCVVAAAVASCAARYGWQWLVQMREDLHRERFLVGTRLVNAQE*             
>Ttra_AMSG_08485                                                                
MEMMEMMEMMEMMEMMELMMEMMEMMEMMEMMELMMEMMEMMMMEMMEMMEMMEMMEMMEMMEMMEMMEMMEMMELMEMM
EMMEMMEMMEMMEMMEMMEMMEMMEMMEMMEMMEMMEMMEMMEMMEMMEMMEMMEMMEMMEMMEMMMIMMEMMEMMEMME
MMEMMMTMIQDMVNPYTAYGSQSGGGTGYGGPQPSFAAEEGPGAAICRLCLHAGGSGEEMIAPCACSGSVKWVHRDCLDT
WRAVAPRQESFYACDLCGSKYVFDEVSKKPSKMHFYLLVARDIATVFLIVNVFIVLVGLAIQAVFQPKDAIINRFSATRW
MSEHWNDHFVDFIVIYTCGGLFVFFVLGCMAITYGFYRMLVWCTGCDETSAAHREPPPPYEAAKAYPYRRARQPCRLDGC
YYIYCDTPTYYGSGYRSDPYIGGCNCCLECCDGCTRGCEVSGSSDCSGSSCSGGSGSSNSKDGEALIIIAIVIVAVIIIV
GVFVGIILLSMLVSKIVQRRVRVMNMRERTKVYVVRDLARHPLPPPGSTTALAAVVPPPVRAVNGFAEDELLLKAAAPPP
SFAAV*                                                                          
>Ddis_XP_644750                                                                 
MLIECRFCLEEIEVEDPIYDKKEFNLNENSIKSKDIEIEELEFKEKLNRNSNGGYVELTPISQSKRQRKNIGNRLVRPCD
CKGTQRHVHVKCLCEWIGKCNKWYCSICHRVYNLSPHHLHYCVMKLQRKGVLKNLPPIYSNTEFSRSSYFALLIFMGTLS
MLMLPSTLPQQNSKIYYGVDTILNNHINNNNNNNGVGSGSGGSGTGGATVNSLLFNNFNGGIISFSNEVSGGGMFMNYNP
LVGINGDTTTAGYNPGFLNSPSVSYYSFYPSSSSPSIYISSTGGSSSAAQLNFHQHYNVNSIQSNNNKNKNNNKNDNNDN
NNINIKNKGKDLNEKLFESDFDQYFNSDSASIFSSCKLKNQDEKFSSFVCHSSLYSPNVLNSNNNPNNQQQVNFHFPTIV
RSSSTSGGGSSNNNDESTDSITSEQLKQQHKVLLKNYNFIHNIENYQPTTPTTTTSTILQNGENRCIDENEQLQQQETEQ
QQQSKKYKSTSKSPILNNLGSEYHDDIHLQNIYIAHQKYHRVTIADSFKNIFCTLIPVKRFCY                 
>Ddis_XP_638225                                                                 
MQQQQNQEEEDFCRVCRNGSTPDNPLSYPCKCSGSIKYIHQNCLLEWIQHSKSSSCELCGHPFRFTPIYSPNAPEFIPSH
ELFYEALIRFKWYIKKISRILYIVFCWLFIVPTVTCWIFNFFFGQKWLVPLGRVVMENSGFGSSHHTAVTLFYDFFIGTT
LFFWIILASIASYMIIDFIHHKHAEIEIQDEFEFDSDDTYLQNLQQPQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQ
QQQQQQQQQLQQLQQQPPLQQQNIIQQADNNNNTTNEENVYNNQDLGFQITDDMPIRLRQRLRQHQQQQQKHLDQIRLQE
LQEQLAETISRDDQVGQAMIQDQITTLQLQIQRNQQPQQQPQQPQQQQQQQQQQQPVAAGGEPIQLQPQQNQRVFFRIPG
VLEMLRLQDVPEEHENDIENDPNQIDDLEHFIGLSGPLFNILTHCFILIVYNAIFLSTFLYFPYLIGHTFIEKLPFHVKD
ILKLVDGSISQCVAGVAVGYTILSFTALIILSILIKEKIAFKISTLTHSFIKIGVITIFELGILPIVVGCFIDFCSLRIF
GGSIEARLSFALSQKMTFLFSRWIFGIFFMVNFTNLCSIFHQIFRKGVIWFLKDPSDPDFDPFKDMIKLSFKRHLFKVFV
SLCAYAIIGLLFVFLPALFLSTIPGFLPINLQVNDPITKGSADILFIVAASFFPKFDTKITIKNIVKFWITKSSKILSLE
SYLLPKEQQQNVQTANQQQQQQQQQQQQQEEEVYNEEEIEEDDDEKEPNQQQQQQQQKQGQVQKQQDVIFKPNNFKKRIS



LFIFLGWLTLFLAICAYISIPVLVGRLILGPFSNDNDIYCILVGLFCGWVLSKIAFLLFSPSSSINIIQWVSIGLKVLLI
GFIMVIVMPLLTGFLFDFIFMVPIMAPYDESFFIHFGDIFQNWCLGALLLKFWYRWINATNQNPDNNRNNVIEDLDQPRD
RWIDRFKQFKRNGISNIDLKWTFSKIIFPICHYLFTLLTVPIFFSKFLVPLFGGSLILESISFRYGFAVYCFILLFEKIL
HKIKQWSSRFPNMIRDDKYLVGKQLHNIDQQQPLKLDDSGNGSNQTIF                                
>Ppal_EFA82525_1                                                                
MEEEGDVCRVCRNGPTTNNPLSYPCKCNGSIKFIHQNCLLDWIKFSKSSACELCGHPFRFTPIYSENAPDVLPIREFILE
AIIRLSGFLKRLVRVLYVVFCYLFLVPFFTSWSFQTYFYLKLPDSIYDVNTIARDFFLGFMLFFWIIIVTISSYLIFDIL
DHKHSELDLEENLDNNNNNNNNNNVNNQDDGDDDDDATDVEEEDDDEDIRYNQQEWLGPQHQQENQHANNHGQPLFGGVF
EVFQQHQAPQAPQQVPANGVDQVDQMDLNTLIGLSGPKLEVIAKGVCLIIYNTIFLVVFLFIPYFIGYLSTNAVSTLFDI
QLPASIISKYLLNISIGYIIASTLTMFILSNFIKNFIYYKYSRIFYSFIKVCIIVILEVGVFPMLFGAFIDYASMELFGG
TFDTRLQGSLHHILPFIITRWGVGFFCIINISSLCKILHQIFRRKVIWFLRDPNDPDLDVIKDLVKVPFVKHLININLSL
LIYCVVTILLIYLPLKALSLIPNLLPVDFGDPLNKVGIGADVIFFISTFYFPKFHPQLTFTNFIKYFNNIITRTLGIDEY
ILLPPAIPNQQQQQQQQQQQQQQQQDGQEQQGAEQPPQPQPIRNPQDFPDVKPTHYKFRIIGFLFLWWLLLFTIICCFIG
MPITIGRSLAGLASISNPNDIITFFVGVVVVWVLSKLVNLVIFHRSTINIIQWIPVAFKVLILGFSICIFLPVLVGILFD
LILFIPFVSSYDETFYIFSSDIFYSWCIGALILKFWYRWATAVPNEGNIRHNRIEDEEQTERDRWFDRFETLKRNGFANV
DLMFTMKKIVFPIAHFLMVLFTVPIRDDRYLIGKHLHNIDTTN                                     
>Acas_g1075                                                                     
MIAPCGCRGSMQYVHAECLNTWRRTTTNPLAYYRCEHCLTFYRHSERVPVVEVSAGLLEIWADHRAWEQRERQREVVLLG
LALLVLATVGLCTAHALLALVPSVSPVWLVFVPLDLCALLFVALRYTLSALSSPASS                       
>Acas_g3108                                                                     
MLASGGLKAAFQAFQAAKEKEARTRHITEDLIRETFDGLTNDQLFFVSFAQLWCGKTTDAQLRISVTTDPHSPYEYRVNG
PASNSHEFAAAFKCPRGSPMNPEGKCSICKLRRRGERVPAVDEVQADEPPEDAKEAPPAEAKQCKICLGGVEEESELGRL
ISPCKCKGTIKYVHIECLNEWRKASQNPHSYYQCDNCKYKYNFRRTTLSAYLRSRWVLHLLTLLSLAVIVLLSGYMWKVI
GYFSTGEGRSWHSWLVPDYNHFVSGLFLVSFAGTLKMFAFVHGPLPRWDRGGDGTATMDTIILGIVLFIGLCRATWAIYK
MVERLSRKALERADDLIVEVN                                                           
>Acas_g5268                                                                     
MSKDKGAYHKLDSMEMDKNTSPSAPYINAWDVVEDDGRDDSRLLISKSDKKGVATSSSASGLREGAECRFCHEGEGVGGH
DLAPDHLIGPCQCRGSVMWVHRGCLDRWRAVSTNSTSFSRCDLCHADYQMDYRAEGASVCEGLKVASWITLDFTLFILAV
NAAAALCSLLVWAVDRDRQRDRIFSEAMHVSVPPALVVDWLFGWLAFFFVLGVLGLCYAIGRWCCGVSCDAGTCCYGPSY
SPYYGHGDCYFYWCFVPDFSCHSTGDGEALLIILAVVVILLILLGFFIGIGLAIMVGVKMVKRRMDVIHNKYKAGQWVVL
DLTASP                                                                          
>Acas_g7168                                                                     
MEDEDGEVERCCRICRGPEEEEVGGEEAGEALGKLIRPCACKGSLLYVHEKCQEMWIKTYIRRSDKKPACEVCGQQFRIS
FTQPHKGLAGFLFSSQSPPLVHAIYLSLLYIGLYCLFLFAAEHHTKLAAFCVMVAVGVGASAAIFYLIAFREVDRQVLVY
YIVPTAAIFYLIAFREVDRQVLVYYIVPTFVFAIVIFSQFMGYASLYYKWLSYPGLSLEEDLEYKAFLQQMTWKSSMGVL
LEGISSTSIVLNIGLLLCVSSVRLYNFLRHLRRHGGSLANVWMTAPDSTRATIIGSVQLCIFCWFYVCGPTGKCAVFLVY
VAFVAAVNWLLRSRFSRNVDTGLCRLALVMGYGFVGTVLAGIGITHYLALLADADVEASSAANSAAPSAPMDQLAGETQV
ALPEEAEIADELAATRQQNGDDVVDELAHATSEHGPGFPFSFHPTLMSRKMAGNFVRFLYDKSARDDHYEYWNQVYYVSF
FLFQTLGIFGVAIWVHLLFKLNGMEQQHRTLVDSVRNNLPARHADPLAAAQPAPAPAPASTDGGDEPTYGDVHAHLRRRQ
QLDREPRLAPTDHVDLVTREAETALRRVQSNLGHLEDSEEEEELYGADEGAPLDAPEATAAAAAAAADEDEIGNRLQAGA
REFVSGVRSIDELVTQYLRERRTESQAGLFAQYLRTHLSPFTAPEKVRMVYATLAYLVLFNSVYFSLVVIDQDEVRKVWL
RYVMDCVGMISILFFIHFNYLTGAPNHNFNNLNILHNLNVDNNVQNRPNANNDDDGENRNGNNAGRNYGLLLIGHAVLYF
VLLFVWIVLRPATFFDPSLRLSHDAAAAAGADVINSTNGTTADAASDEYASELPADLVDALLMERSGAVAVDPYTLHSLK
VVSLLLFVSVVEYGLIGLGLTARRLVRIYRIWLNTGTGHFVVHDVAEPPTAPDDAGAPAPPQPQQPLPPQQRRGEEDERE
READRGDEVEEEEQEESQRLRRRRTAAAGAE                                                 
>Acas_g13789                                                                    
MAEEERSALRHSDSDDDYDGDYGATDFEEIIDRNGALPATSTFFGSQWHDHQQEHTRDANPHEYEEQVLQTDAATTLPEA
TTTLHQQPPDNEDEVDGEEVCRVCRCESTPDQPLFYPCLCKGSIRYVHQECLTLWLKHSNKTSCELCKHPFRFQPVYADN
APKILAGHELLFGVVKKALRSCKSAFRTVLTCLAWFVGIPVGTSWIWRYYFSQEFHFARCQTARLEKPSTMRRTNTKKHR
RLHPMLPMVMLLRKPESLKLDFDDLVGLRGSYWSLLVRVVGVLAFNAIVLAVLALLPYWIGHASLHIRAQVRELLTQPDE
IAAIPAGGEQPVELAEEEAYNNLKAVVIGYIVLTCSALAWLACFAFTHSNLRPARPSTRRIAAALRFTFFTLKVALMLFV
EFGIFPEVCGWVVDMCSLRLFDLTLESRFAFWKAHYHISTALHWVVGMLFMYVLSSALRWMRTVLRKGVLWFLRTPEDQD
WDIVQDMIRLPWMSSLVLVDSGNAYSTSGDIVLFHIIVPIIFKYARPKDTLKGALLWWLQTVGGPLRLTSYLFPSVDEHN
QPRPVQYPSFFALRIVVLVFTSWLLFFGIHLLVLVIPLTMGRLLFATIGLDGASDFYTVVLGSAVLWALYRGAYHLLEQI
AQQDTHEGIAKLKEFALVGARCGFVGFFGLVVIPLLVGLFFDAAITLPVRVPWLDQCPAPNPLFQSWALGLFYVKVWHKL
VMRTDSDWKHRLQRGTLNAAVLLSPITSRN                                                  
>Atha_AT2G22120                                                                 
MADELELSPLVPPSPMVEPSEIDLEAGGPGEQIQCRICLETDGRDFIAPCKCKGTSKYVHRDCLDHWRAIKEGFAFAHCT
TCKAPYYLRVHSAGDRKWRTLKFRFFVTRDILSIFLAVQLVIAALAYMVYFIDSYQQSWLRHIWGFDSEVTFYYMCGALL
FFALLGLSGCVITCYDRRVRNDLAQPCRELCLCCCQPGICTDCHLPGTICMWADCTACTEGCASAVSECGGCLGGAGEAG
LPLLFITALVILGLFTVIGIFYSVLVATMVGQRIWQRHYHILAKRMLTKEYVVEDVDGEMTGSEWSPPALPTEHVQQLKT
LGLLTMKSNRSFVFVKKRLQLIKESVISPIESETSPIHELSLC*                                    



>Atha_AT2G34200                                                                 
MDPKSCENSSDVKGQTSDSVSKKVLIEEEEDVKKPQQGKENDSRMAKDVVSCSSNISAHVVHEEVADNVTAVSCNEAESD
ISKAKAKEFHTIDLSGVGERICRICHFGSDQSPEASGDDKSVSPELIEIGCKCKNELGLAHFHCAEAWFKLRGNSVCEIC
GCTAKNVTVRLMEDWSGERDNTLDGRRRRGRGQSCCIFMVFLLTILLLHWFFKKISGYYQNT*                 
>Atha_AT2G01275                                                                 
MGDHFVLLVDRLITESTIEAAIQSRNQMLQANIPVEECTILDDKTLEMLRNGDLSMAECRICHDEDLDSNMETPCSCSGS
VKYAHRRCVQRWCNEKGDTTCEICHQEFKPDYTAPPPLLELGHVPLHFRGNWGISQREHRFITVVPADSTFIDQPYPLSS
TTSFICCRSLVLIFMALLILRHTLPLVLTGSNLHVFPLFTLLFLRILGIMLPIYVVTKAVATCRRHSRTLDTSPSDDSSD
EETDSWRLPQTQSYIIGVR*                                                            
>Atha_AT2G37950                                                                 
MTTDIDLEQGGAFGYHRRSLDGSDVSVYYSDGEDVMSCYSYFYSTTGGSYEYEGDQSRKVSSVMSPSSSEIDDDDATAPP
EKDCRICHLGVETSGGGAIELGCSCKDDLAVAHRQCAETWFKIKGDKTCEICQSVARNVGGANEMVGSTMEERELRNGEE
TAAGEGGGATVVENRWQPQRVVNLVLACMVFGFFISWIFHFHVSSSS*                                
>Atha_AT2G45530                                                                 
MQSSSSSGGDDLEKQQQQQQKDKSPQKQSESANESNHLTIVVCNGDSSREELVGQIPPEKEVSLSRNGSSHEQCRVCLQD
KEEVLIELGCQCRGGLAKAHRSCIDAWFRTKGSNQCEICQVVAVNVTPPETQPTTNYWVWRIDPSYRQEERERGCFSPLW
VAFSILIGGLMLDVLISITLGVSALPVNIIIGVIVVLGLGTALRLTLEFCYEWSLRRAVHRAVQRAEANNFSNIAYPPAL
*                                                                               
>Atha_AT2G02960                                                                 
MSPVNAEVEEMRSESPVVNDKALDISDDDHDDENEPLIVSGECRICSDESPVENLESPCACSGSLKYAHRKCVQRWCNEK
GNIICEICHQPYQPGYTAPPPPLQPEETTIDIGGGWTISGLDVHDPRLLAIAEAERRYLESEYVEYTASSASGAAFCRSA
ALILMALLLLRHALTITDDTDGEEDDPSSILSVSSLKLLPFFFFFYFLSQLHLSCNTKPQNCLILILACPAPSCWISSSM
LYHGLGHQYSTAPKTETGSCSFGYTVCVGASVRAA*                                            
>Atha_AT4G34100                                                                 
MEISPADSLSISGAAASEVVSEPSVSSSSSSSSPNQASPNPFSNMDPAVSTATGSRYVDDDEDEEDVCRICRNPGDADNP
LRYPCACSGSIKFVHQDCLLQWLNHSNARQCEVCKHPFSFSPVYADNAPSRLPFQEFVVGIAMKACHVLQFFLRLSFVLS
VWLLTIPFITFWIWRLAFVRTFGEAQRLFLSHISTTVILTDCLHGFLLSASIVFIFLGATSLRDYFRHLRELGGQEERDD
DVDRNGARAARRPAGQANRNLAGEGNGEDAGDQGAAVGQIARRNPENVLARLDIQAARLEAQVEQMFDGLDDADGAEDVP
FDELVGMQGPVFHLVENAFTVLASNMIFLGVVIFVPFTLGRIILYHVSWLFAAARGPAVAASLHLTDTGLSLENITLKSA
LTAVSNLTSEGQGNGLLGQLTEMMKVNGSELNGANNTLSVATDLLKGSTVGASKLSDITTLAVGYMFIVFLVFLYLGIIA
LIRYAKGEPLTVGRFYGIASIVEAVPSLLRQFLAAMRHLMTMIKVAFLLVIELGVFPLMCGWWLDVCTVRMFGKTMSHRV
QFLSISPLASSLVHWVVGIMYMLQISIFVSLLRGVLRPGVLYFLRDPADPNYNPFRDLIDDPVHKHARRVLLSVAVYGSL
IVMLVFLPVKLAIRMAPSIFPLDISVSDPFTEIPADMLLFQICIPFIIEHFRLRTTIKSLLRCWFTGVGWALGLTDFLLP
RPEDNIGQDNGNGEPGRQNRAQVLQVGGPDRAMAALPVADDPNRSRLRAGNVNTGEEYEDDDEQSDSDRYNFVVRIILLL
LVAWVTLLLFNSALIVVPVSLGRALFSAIPILPITHGIKCNDLYAFVIGTYAFWTTISGARYAIEHVKSKRTSVLLNQIW
KWCGIVFKSSVLLAIWVFIIPVLIGLLFELLVIVPMRVPVDESPVFLLYQDWALGLIFLKIWTRLVMLDHMLPIVDDSWR
AKFERVREDGFSRLQGLWVLREIVFPIVMKLLTALCVPYVLARGVFPMLGYPLVVNSAVYRFAWIGCLSVSLFCFCAKRC
HVWFRNLHNSIRDDRYLIGRRLHNFGEAALANQNQNQSSEDAGDGVLIGREGDVDNGLRLRRAIQQEA*           
>Atha_AT4G32670                                                                 
MEISPAEDKLVGSGEAVTTEEVSDINNKAVDICRICQSPEEPDNPLRHPCACRGSLKYIHSDCLFLWLNRRKRNHCEICK
RSYSIVPVYSENAPERLPWHEFLMGLLMRALRFMNLILPWILMMPFNAYCFSFRPWGRESEFVNQTVFELSLRFPGLFYT
AQIVSSATEMVVQMETIRVLLRRHPEFLRRMIILENGLKDRDVTGIVLLLANHLQILCDWWHDQLLQLPFLHIFQRGPLA
LAFVPRNTPLHQFGAIRRVFSLLSDNTFAVLAINIYWSFFRVLLPFSIGRVVLVLLRCLPHGWIAENASEMAAGDMVIRS
VLLACLGGVFTMSRDTYLTSVRTFLPSVKDTFILSFKLGVLPWLLGCWLHFCTFPILGKTASHTVEVLSDYPLMADKHWL
MGTLYLVSALSCMELIQKIVQKRALWYLLDVAEPNYKVTKLHLGPILLAFALHGTMVVIVLHLPIKTISLISQSFFPLQF
GVYEDEFVFGLLVAYMCLVIFGPRWLANLIRPSIRPIVHKWVITISSLLKLSDFLLGEPRKHRANHNMRLRCLVFGIAEG
SMVSLHGSQSDTTCEKDTNEQRDKRFMVRIGVMLILASLSMFLVSTTFMALPILVGRAFFHSISFFMLSFGLKHDDLCAF
WIGFCILRGIYIITCFVYDHFITGRTDLLLNHVLMFIRNVLLFSIWISVIPGVLGLLIDLMIIIPSQVPLGESPVYNLLH
DWLIGVVVLHIWIFLTMLTRINCFATVAWREKLQRIRSVTINRLPFTWLIRDVIGSIIVSLLFTLCVPYVVVNSLFPILG
FSSAVNLTVQRFIWPAILALIPIWFSVKLIRDLILYLHKLEFDNRYKVGERLVDFTEDLE*                   
>Atha_AT4G02075                                                                 
MGDVILFIDDTKSKVRITRCRICHEEEEESFFEVPCACSGTVKFAHRNCIQRWCNEKGNTTCEICLQVYKDGYTAVLKQS
KLIEQEVTIRVNGRRRRRSRRLVSIAESDISQCNSVADRGASFCRSLTFTLSVFLLMKHTFDVIYGTEEYPFSVFTVLTL
KAIGILLPMFIIIRTISTIQKTLRRRHQYPESEEEDRLSSDDDDDLEEEDEEQQQHLA*                     
>Atha_AT1G50440                                                                 
MQLVPSDDDDDRKEQILFDESTSSNEIVAAERGDRVVEEGQVSEIAETDDDETTLLVSGDQPQCRICLDVGGEDLIAPCN
CKGTQKHVHRSCLDNWRSTKEGFAFSHCTECRAFFKLRANVPADRWWLRLRFQLLVARDHAFIFISVQMIVAFLGLLVYK
FYGEELREMFGYEEHPYGFYTLAVLAIVLVGLLYGFFIAIICGQKINERHYHVLAKQELTKEYIVEDRDCKNVPELDQSH
VMELKMLGLY*                                                                     
>Atha_AT1G02610                                                                 
MGDVVLFIDETYLKSSFNRCRICHEEEAESYFEAPCSCSGTIKFAHRDCIQRWCDEKGNTICEICLQEYKPGYTTTSKPS
RFIETAVTIRDNLHIMRRENGRRRRNRRLVNREESDFQECNSGVDRGASCCRYLALIFSVILLIKHAFDAVYGTEEYPYT



IFTVLTLKAIGILLPMLVIIRTITAIQRSLRYQILESEEDTLSSEEEDHGLEEEEQQQHIA*                  
>Atha_AT1G14260                                                                 
MSNHHTVVYVNGLVRPVLAEAEYSMRTESPADNAIDIYDGDTTENEEEDSLISSAECRICQDECDIKNLESPCACNGSLK
YAHRKCVQRWCNEKGNTICEICHQPYQAGYTSPPPPPQSEETTIDIGGGWRISGLDLDDPRLLAIAEAERQILESEYDDY
TASDTSGAAFFRSAALILMTLLLLRHALTIPDYSDSEDDDPSSILSLFLLRAASFLLPCYIMASAISILHRRRQRQEAAD
LATRFALVLSSRQPRPVINYLSMEP*                                                      
>Atha_AT1G11020                                                                 
MMQGEVQLQPPDSQKLSDSAPLLGDHTNSSSASPSAASVVAGNSDEIKAEEDLENDASSAPCCRICLEDDSELLGDELIS
PCMCKGTQQFVHRSCLDHWRSVKEGFAFSHCTTCKAQFHLRVEPFEDNNSWRRKAKFRLFVARDVLLVFLAVQTVIAVMA
GFAYMMDKDGEFRNSFNDDWDRILSKHPIPFYYCIGVISFFVLTGFLGIILHCSALNGNDPRMAGCQNCCYGWGVLDCFP
ASMEACFALVVVFVVIFAILGLAYGFLAATMAIQRIWQRHYHILTKRELTKEYIVEDLHGSYTPPKLDAEHEGRLKMLKL
L*                                                                              
>Atha_AT3G06330                                                                 
MKMQDSAAQEPEIAIIVGDSSSSSLHSSSQVTEKSTEDVPSCSHLDLSIQIPSRSLPFGNGRNPKGSLKSTPSFKSGTTS
SPRGILRNLSLKKKVISQPESERSSLLSPGLMETAKKPNATGSTTSPYWKRCLSLPSRQAAKLSPVVSTQLSAGVPGDPP
NKDYSRSLSMPGRNKVIVRSISFDNHKARVSSETSADQVSSVPPEETDEEIPEEEAVCRICLDVCEEGNTLKMECSCKGD
LRLVHEACAMKWFSTKGTRTCDVCRQVVQNLPVTLVRVPTPNQQNNRRGSSQQNMPSQTVSAWQEFVVLVLISTVCYFFF
LEQLLIRDLNKQAIYIAAPFSLTLGLLASIFAIVLAIREYIWTYAALEFALVGMLVHIFYATVRLSATYSILFAGILGFG
IAVCLNSLYLHYFAWRVRVAQNSSPV*                                                     
>Atha_AT3G47550                                                                 
MADHLSLCTDRLITSESLDSEKDSDSSGESSYRPQGTDLASSSVNETEVPREYYAVADEEEPLLQSVECRICQEEDSTKN
LEAPCACNGSLKYAHRKCVQRWCNEKGDITCEICHQPYQHGYTAPPPPPPDETIIHIGDDWENGVPLDLTDPRILAMAAA
ERHFLEADYDEYSENNSSGAAFCRSAALILMALLLLRDALNLTTNPDDEDDPTAFFSLFLLRAAGFLLPCYIMAWAIGIL
QRRRQRQEAAALAAAEVTFMIHGGGPQRRGLHFAVAPQPPISNVPTPV*                               
>Atha_AT3G09760                                                                 
MMDDKARKEEEHHVSHQHNHSPLQRDGNSAEIAQGQELSSPGRDLWRRGLVLDLPSTTPEDTTRDDLFRRNASLTSSPVA
KRVNFSPMSSPRVGQRGASLSPSSSTSSSSRNKPNSLKNLIPKLSFKNRNSNNDNVDIEKAADLGFVSSPSSGNGRDRST
WTLTNILTPRLKKTESLPVTPIAHSNPESTHGRFAVDLVTSTKKGPPLPIHRSRSVPAFNKDGSQRQLGVFRVIPTPNMS
PTRNTIKLNDANVDGAEDVPEEEAVCRICLVELGEDSEAFKMECLCRGELALAHKECTIKWFTIKGNRTCDVCKQEVQNL
PVTLLRMQNSRGSIGAPDAEAAHYSLWQDVPILVIVSMLAYFCFLEQLLLTKMQSGAIAVSLPFSCVLGLFASMTATTMV
PKRYVWIYATTQFGLVVFFSHIFFTLVRMQPVVAILLATIVGFGLTMSGTTGIVEFSKWRRSNRTAELPSSSQVDQPLVE
TTDQNISGSRN*                                                                    
>Atha_AT5G60580                                                                 
MATEEKPLNSLDLSHDDSSPASNQAEGSSAITEDTSANVQQWRRKNLSLQIPSRAAGLSPEDSVVIKMPPTPSPTPRRVN
FALTSSSPGPTPTSSSVLPRGKSSLKNLLPKAGCKPKTSNTDIEKGQGNACSPPASQEKASISRSLSLSKLFTPRIKRTS
SLPVTPVILSNSESAHGGTSVAPQTPNRKGSVHIARSRSVPLNDKELSLKGMDSFFRVIPSTPRVKEGDVFSNASEAGNT
ETGDADGEDIPEDEAVCRICLVELCEGGETLKMECSCKGELALAHKDCALKWFTIKGNKTCEVCKQEVKNLPVTLLRIQS
LRNSGVPQLDVSGYRVWQEVPVLVIISMLAYFCFLEQLLVENMGTGAIAISLPFSCILGLLASMTASTMVLEYSYAVMRR
FVWIYASVQFALVVLFAHIFYSVVKLQPVLSVLLSTFAGFGVCICGSSVMVEFVRWRRRWRARRLEQQLNHALTLSQPPQ
PLDPTTSLHHSNTS*                                                                 
>Atha_AT5G03180                                                                 
MVMDDKDKYREVVEHWSCEGTSPALMVGDSTEITEMLSPSQHQRWRGLVLDIQSREAHGDFLRANGSLIHSPVSKRFKFS
PMSSPRTGRRVGSMSPSSSRNRTNQKNFKNRNHSADIEEGVVSPLGDGSDKSYIPRTWSLTNLLAPRKSKKTESFITHSN
PESMNGRYAVEVDPVTSMKGERLLPIRRTRSVPTFFNKDGSVKPSSVFRVIPTPSRGDEKRLEMTQASKLSKLHDENDDG
GEDVPEEEAVCRICMVEMEEDEEAFKMECMCKGELALAHKTCTIKWFTIKGNITCDVCKQEVRNLPVTLLRVQDSQNRSR
AARDIEISRFNNVWQDIPILVIVSMLAYFCFLEQLLIIDMKSSAVAIALPFSCIIGLLASMISTTMVKKNYVWIYATVQF
GFVVLFAQLFYRVVRFDVKQPVMCIVLATMIGFGLTMTGTTAINEYLKWRRSNSHLPEEPASTQVV*             
>Atha_AT5G63780                                                                 
MGKENQLETTNCGVNDHDCPPVKNEELAAEARYSTDSDSGLPTCRVCHSAESDRRGDTALGFLGITPPVPEARKSNVDGT
ADDVSKATESELKNSVVKSNGRESGFIELTSPDAEVFICTNDIEMGIQQHQDALLELGCSCKNELALVHYACALKWFLNH
GSTVCEICGHPAENIKTADFNKVVIALRDYTAIRERTADGGDQIPVLPVNTDSTIDSDEVAVIRRQRLSEITSWFGPHSL
NNNNNNNSSVAAIPDQPLGVVNFDILPMENRATKWAVEGTGILLATGLLTVTLVWLIAPRVGKKTARSGLHILLGGLCAL
TIVIFFRFVVLTRIRYGPARYWAILFIFWFLVFGIWASRSNASHNSP*                                
>Atha_AT5G38070                                                                 
MGDHLVLVVDRLSSDSGLGTVNRADPKADSVNEDGVSESISAGADLCESKFVQCRICHDEDEDTNMDTPCSCSGTLKFAH
HNCVQRWCNEKGDTVCEICRQQYKPGYTAPRQLFHYTGISMNFGSDWGIEGLDLRNPYFLTWGDADDDHDLYSFHSPTSL
ICCRLIALLFVLLLFLRHSLPVLLGGVDDFSITLLMLPLVRTLGILLIAYVFFKSFIVIQRCRQERDTRLSGFSSDEETA
PPRILMALPERPELHVPVN*                                                            
>Atha_AT5G18760                                                                 
MMEGSSIQPPRNFVLAKDSSTGSSSSSSSSQVKEQSVEDVSRSQPSGSQLDVSIQIPPKPTPSLGILRNLSLKRKASLPN
YERRLLLSPSVSETSEKPLVASPITSPYWKRCLSLPSSNSAKLSLVVSTTPVSAVVHSEQPKSNKDGLHASVSRSLSMNR
VIVRAVSFDDNKNHISNEANGDQITPVPAEETEEEIPEEEAVCRICLDVCEEGNTLKMECSCKGDLRLVHEHCAIKWFST



KGTRICDVCRQEVRNLPVILLRVPTINQLTNRRELTQQSSEPQSISVGQEFVVLVLISTVCYFFFLEHLLIRDLNSQAIF
VAAPFSFTLALLASTFAVILAIREYIWTYAALEFALVALLVHLLYATLRVPVIYAMLFAGILGFGMAMCLNLLCICYSSR
PVRFPRNTNLV*                                                                    
>Atha_AT5G08750                                                                 
MGKLVLELSKENQLETTDCGVSDHGSPPIKNEEHEAPRYSSDKDTGLPTCRVCQCAESDRRGDAALGFLGITPPVSEPRR
SNAGEETVDQRSSVVKSSGFIELISPDGEVFVCANDDIEMGAWQHRDKLLELGCSCKNDLALVHYACALKWFVNHGSTVC
EICGKTTENIRTVDFNKVVIALKDYAALRERTADGDPNPVVVNNNTSSSGIDPDAVAAIRRQRLSEISLWFGPHCSTNNN
NSSNSAAAGTASSQVTSEQPVGIVNFDILPMESRATKWAVEGTGILLATGLLTVTLAWLIAPRVGKRTAKSGLHILLGGL
CALTVVIFFRFVVLTRIRYGPARYWAILFVFWFLVFGIWASRSHASHSST*                             
>Atha_AT5G62460                                                                 
MADDQSSSTDRLVKPESLNSDRGSNQSIESSGESSRAQGSTSLSTTKSMDGKKTEEEETTEQRDVDDEEEPLIQSVECRI
CQEEDSVKNLESPCSCSGSLKYAHRKCVQRWCNEKGDTTCEICHKSYQPGYTAPPPPPADDTIIDIGEDWGNGVHLDLND
PRILAMAAAERHFFDADYDEYADSNSSGAAFCRSAALILMALLLLRHALNLTNNNSDDEEDDPSAFFFLFMLRAAGFLLP
CYIMAWAISILQRRRQRQEAAALAAAEVAFMLHSGGGGGGQRRGGLHFAVPPELISNPHHQPEASPQ*            
>Atha_AT5G59000                                                                 
MPSFAFGSHHHLANPTDSPPYSVEISIDGDSSDWDSLSQVDLESGGVPAPEKQLHSGGKKRRTRRRKRRKKKKKKKGGRD
CRICHLPLETNKEAEDEDEEEEDDSDDDEDEEDEEEEEEEEEEEYYGLPLQLGCSCKGDLGVAHSKCAETWFKIKGNMTC
EICGAMALNVAGEQSNPESTASTHSQAAAGQSLTQTEPRGIWHGRPVMNFLLAAMVFAFVVSWLFHFKVLK*        
>Atha_AT5G01070                                                                 
MSSYEISHIDLENGSGERQYRPSDVSGEDSSSCDYDYDFHSAVRSFCGEFEIADDLDDETDTESVASGSIRGSPEKDCRI
CHLGLESSRHECGDPMVLGCSCKDDLGYVHKQCADTWFKIKGNKTCEICRSIAQNFFKVDNEIGQTTVETNVDDVEAGNT
PTMVATSDSDDRRLCRGNRFLNFLLTCMVCAFVISWFFHFNLPSHK*                                 
>Atha_AT5G05830                                                                 
MESVQPHLETFVSVKVINSSSGCDGDGEPRRSSGAVEKEEEIVKDEERRSNASVCSVEIDLELGLPEKVVHLSQSERDCR
ICHMSLDAANLESGVPIELGCSCKADLAAAHKHCAETWFKIKGNKICEVCGSIAGNVVGSVEVESEESRNEANGVENLTL
RTSGPRLVEGRSFWQGHRFLNFLLACMVFAFVISWLFHFNVPST*                                   
>Mgut_mgv1a010041m                                                              
MGGDDPSESSPLVAPVLVTSPLEIDLEAGPDEQIQCRICLETDGRDFIAPCKCKGTSKYVHRECLDHWRAIKEGFAFAHC
TTCKAPYYLRVHVIADRKWRTMKFRFFVTRDILFIFFAVQLVIAVLAYSMYLIDGYQKFWLRLTWGFDSEFSFYYLCGAL
LFFALLGLSGCFITCYDRRVRNDLAQPCRELCLCCCHPGVCADCHLPGTLCLWTDCTACFETCASAAGECGCMGGAGEAG
LPLLLIMALVVLGLFTIIGIFYSVLVATMVGQRIWQRHYHILAKRMLTKEYVVEDVDDEMTGGDWSPPPLPSEHVQQLKA
LGLL*                                                                           
>Mgut_mgv1a012462m                                                              
MVDEFMVVCVDRIIASAACFKEQSSSSSPNNNTETEQKKEEIADKDGIFMNGKNGEGTSFSSVKVKGFLRECRICQEEDD
EKDMEAPCSCNGTLKFAHRKCIQRWCNKKGDITCEICNQVFSPNYTCPPPRINADVLTIDIRQAWGSHIDLRDARILAFA
AAERQFLQSEYDDYGITNSRTLTCFRSVAIILMLLLLIRQTLMVTRDFGMVHESSVFFQYQISALQLAGFLLPCYVLVRS
WYIVQCRRRR*                                                                     
>Mgut_mgv1a015086m                                                              
MGTTIELMPHADLEEGGGGGGGATSEEEEEELGRECRICHMSLVSCSSPAGSVSRVGIELGCCCKDDLAAAHRHCAETWF
KIKGNKICEICNSTAQNVVGPDDITEGREAEHGGTDSNLAGSSDNSSNSGGARESWSWLNGHRFLNFILACFVFAFVISW
LFHFNLPS*                                                                       
>Mgut_mgv1a021780m                                                              
IPIELGCSCKDDLAAAHQHCAEAWFNIKGNKTCEICGSIAQNVPGANEAESPEQRNEAATAAAESRNFWQGHRFLNFLLG
CMVFAFVISWLFHFKVPP*                                                             
>Mgut_mgv1a013202m                                                              
MDTNNVLRSSNPRTMISSECKICHDEDQESNMEAPCSCRGSLEYAHRKCVQRWCDEKGDIICEICQQQFEPGYTARRPLF
HCGGVPMNFRGDWGIISTSDLRDSRLTSTDFTDDDFTDPNFDEYPMPSSRTLICCRVVAFTFVILLFLRHTLPFVLYDDG
EYSISLFMLLMLRTIGILVPAYITVKALKAIRRMRNQQVSPTIFPIASFDEENESRRHHQESHFIHLP*           
>Mgut_mgv1a019952m                                                              
VCQEENEEVLINLGCQCRGGLAKAHHSCIMKWFNSRGSNKCEICHYWVWRVDPAFRAQERERRCFSPLWVAFSILIGGLL
LDVLISVTLGVSALPVNIIIGVIVVLGLGTALRLGLEFCQEWNVRRAVQRVGTNANIGYHPAL*                
>Mgut_mgv1a011860m                                                              
MGDHFVIIVDRLITESTLETAIQNKNRLQENADASPSVCEHVATNFSSDGINFNVNLAPQKLGECRICHDEDEESNMEAP
CFCRGTLKYAHRKCVQRWCNEKGDIMCEICHQLFKPSYTAPPPLFHYGGIPMNFRGNWEISRRDLYYPQIASTDSTNGNF
RDPNFVHYPLLTSKSLICCRIIAMIFFILLLLHHTLPFLMYGAGEYSVSLVILLILRTIGILLSVYIMVLALKAIQSNRR
SRQDFSVSSPATSGGENELRGAHAIQVL*                                                   
>Mgut_mgv1a010016m                                                              
MGGDQPDDASPLMAPTPMADPSEIDLEAGPNEQIQCRICLETDGRDFIAPCKCKGTSKYVHRECLDQWRAVKEGFAFAHC
TTCKAQYHIRVHGVADRKWRTLKFRFFVTRDILFIFFSVQLVIALLSYLVYLIDGYQKFWLRLAWGFDNALSFYYICGAL
LFFALLGLSGCFITCYDRRVRNDLAQPCRELCVCCCHPGICADCHLPGTLCMWTDCTTCFEGCASTIGECGCLGGAGEAG
LPLLFIVAIIVLGLFTVIGIFYSVLVATMVGQRIWQRHYHILAKRMLTKEYVVEDVDGEMTEADWSPPALPPEHVQQLKA
LGLL*                                                                           



>Mgut_mgv1a005750m                                                              
MQQPRKPNLSSLEIPVRSLENALYDFTKIDIPSPNSTRAGLPPRSSSAKSRSQKSFRAKNLSHEAEKTVLIIPETPLSDK
PSTSRSFSLNKILFLKSSHSLPVTPIANVIPMANFVDRQCKTPQTEIKQHMTRSFSVPVNVKLRSLRRTDSSGVLIRVIS
INQRPIPVENGSEDISPDTETDDGGEDIPEEEAVCRICFVELGEGGETLKMECSCKGELALAHKECAVKWFSIKGNKTCD
VCRQDVRNLPVTLLKLQNPPDIVRRPPAGPQQREVARYRVWRDVPILVMVSMLAYFCFLEQLLVSDMGPRALAISLPFSC
VLGLLSSMIASTMVSKSYIWAYASFQFAIVILFAHIFYAVLNVNAILSVLLSSFTGFGIAISTNSLLVEYLRWRASRNPQ
SLPQHISSGVQSNRNDQRRHHHPHRQFHQHHHHHHQNRHPNNGRNNQTPRTHNVSVGSAENTGQHESMQQSV*       
>Mgut_mgv1a019141m                                                              
EVKKIPKDEAICRFCFNVYRHNMLQKKCKCKFSMIHRTCEVEWTKKHGNNKCEVCEQDIENIPITVSWDPLSSTTRTCKK
ELIKSKKRQVLSINSINYRSIHMNYV*                                                     
>Mgut_mgv1a022401m                                                              
EYEREEASLMQQPRKPNLSSLEIPVRSLENALYDFTKIDIQSPNSTRAGLPPRSSSAKSRSQKSFRAKNLPHEAEKTVLI
IPETPLSDKPSTSRSSSLNKILFLKSSHSLPVTPIANQTEIKQHMTRSFSVPVNVKLRSLRRMDSSGVLIRVISINQRPT
AVENGSENISPDTETDDVGEDIPEEEAVCRICFVELGEGGETLKMECSCKGELALAHKECAVKWFSIKGNKTCDVCRQDV
RNLPVTLLKLQNPPDVVRRPPAGPQQREVARYRVWRDVPILVMVSMLAYFCFLEQLLVSDMGPRALAISLPFSCVLGLLS
SMIASTMVSKSYIWAYASFQFAIVILFAHIFYAVLNVNAILSVLLSSFTGFGIAISTNSLLVEYLRWRASRNPQSLPQQI
SSGLQSHRNEQRRHHYHHHHRQLHQHHHHQNRPPNNGHNNQIPRTHNVSVGSAENTGQHESMQQSV*             
>Mgut_mgv1a011798m                                                              
MWCALRKRKVAKLERETQNKGSPPHYRKKQSENINFKKERKMMMMSDDEVVLLIDEMRSSYSGISSSSSICRICHEEEFE
SSKSLESPCACSGTVKFAHRDCVQRWCDEKGNTTCEICLQKFEPGYTSPPEKKQLIDTTVTIRGSLQVPNRNEQEEENRG
EIVEAEEESDCESAADRSASCCRSVALILTALLLTRHLFAVLTGGAGAYPFSLRTVLIVKASGILLPMYILVRIIAALQN
SITHHYQNTETRSDEEDEEEGLHNNIDSQV*                                                 
>Mgut_mgv1a013433m                                                              
MRNGGAAATVGEFSDVDIENQVGERAADDGGGGALAENAAVGQSVDRIVEVVVDCSKSEPQLATSQEECRVCQEENEEVL
INLGCQCRGGLAKAHHSCIMKWFNSRGSNKCEICQQIATNASYWVWRVDPAFRAQERERRCFSPLWVAFSILIGGLLLDV
LISVTLGVSALPVNIIIGVIVVLGLGTALRLGLEFCQEWNVRRAVQRVGTNANIGYHPAL*                   
>Mgut_mgv1a011126m                                                              
MGEHLVVNVDQLAKAEGVGPSQPVPQAMGCGPSGKNPELVASSSAPPKDDKAAVADDDDDVDEEAPLIGMGECRICQEED
SFNNLESPCACSGSLKYAHRKCVQHWCNEKGDTTCEICHRQYQSGYTAPPRPPSDETTIDIGGVWQISGNPLDMHDPRLV
ALAEAERQLFEADYDDYNGTNSSGTAFCRSAALILMALLLLRHALSITGDGDGDGDEDASTFFSLFLLRAVGFLLPCYIM
IWAISILQQRRQRQEAAALAATRFAIVVQAAQRRGLIVASSAPAATPQPEHV*                           
>Mgut_mgv1a020624m                                                              
MGVGQLVPEVIWKEEAICRLCFKIYQEHMLQTKCKCEFAMIHESCGAEWSQKKGHNKCDICEQDIQNIPVMVSLDHLSST
RNKELKRGSTLK                                                                    
>Mgut_mgv1a024640m                                                              
NGNSGSSKEEKVCRICHFGSEASSGSSELYPIGCDCKGELGLSHRRCADAWFELKGNRSRDSSRSRTCKKSLWNIILVCL
ILAFVLPWFFRDMF*                                                                 
>Mgut_mgv1a004524m                                                              
MDPAEGKAFTKESEEGFSKNDCAVNLSPPPSLAHKAGELSEIVVEESSSSQQQLRQELVLNIPKSTNTIEESIEDYVAVN
TPPSTFPTPKRVNFSPLPSPNRARLDGSPGPSTSKGKSAMKNFLPKLSFKFRNSNSDIEKAAMLALGVSPEIRGKPSISR
TFSLTKIFATKMKRTSSLPATPILHSNPESAHGGIVSNAPDVAKGGPRMSIHRSRSVPILNEDGSMKQMDYLGSVYRVIP
ATPRVTEQAAATSIPSSISIDTVEENNYTEDIPEEEAVCRICFVELGEGSDTLKMECSCKGELALAHQECAIKWFSIKGN
KNCDICKQEVKNLPVTLLKIQTIQTQGQGTRPHEIARYRVWQDVPILVIVSMLAYFCFLEQLLVKKMGSSAIAISLPFSC
ILGLLASMTSTTMVRRKYAWIYATIQFALVVIFAHIFYSLLHVQAVLSVLLATFAGFGGAMCGTSIIYEILKWRRTLNAW
STSQRDSAQPNEALATSDAGQVDSQVHHQGETRNPGSAHTNV*                                     
>Mgut_mgv1a018696m                                                              
RDFIAPCKCKGTSKYVHRECLDHWRAIKEGFAFAHCTTCKAPYYLRVHVIADRKWRTMKFRLFVTRDILFIFFAVQLKFW
LRLTWGFDSKFSFYYLCGALLFFALLGLSGCFITCYNGIGISFAFLIFF*                              
>Mgut_mgv1a005388m                                                              
MTTEENNTPLHHTIIPTSEREPALPIIPKMDESSGVAKETSQGKQWKKPNLFLEIPNRTSEMPLQEFVQINMPPLTTPTP
KRVNFFISSSPSSDSRLTAPSSTRGKSSSSIRSLLPKLSFKFRGSDSDLEKAESAPSTVANQGNKPPVSRSWSFSKIFTP
RMKRTSSLPVSPFENQDQDSAHGGRINSHLTLDKKEVPHMPRSFSLPVINKEKAIQKSNSFFRVTLSTPRTKDDNISQDL
SIATTQHNANEGDQDIPEEEAVCRICFVELCEGGETLKMECSCKGELALAHQECALKWFSIKGNKTCDICNQEVRNLPVT
LLRIQSCVNNRNAARPANFGDIEFSGVRVWQEFPILVIISMLAYFCFLEQLLVKKMDTSAIAISLPFSCVLGILSSVTSA
TMVRRRFVWLYASIQFGLVVLCAHIFYDLVHVQAVVSVLLSTFAGFGVAMCGASILVEFLRWRARHGAHRAVSNRVENPE
NLNRS*                                                                          
>Mgut_mgv1a010687m                                                              
MGDHLVVNVNQLPKSEAVEPSQSVSHFGDFGKKPEMMGSTSSLAAVENDKVVVVVDHEEPDEDAPLLDMGECRICQEEDS
LNNLESPCACSGSLKYAHRKCVQYWCNEKGDTTCEICHKQYQSGYTAIPRPPPDETTIDIGGVWQISGTPLDMHDPRLLA
IAEAERQLFEADYDDYNGTNSSGAAFCRSAALILMALLLLRHALSITDDGEGDGEDDASTFLSLFLLRAVGFLLPCYIMI
WAISILQRRRQRQEAAALAATQFAIVVQSAQSRGLLVASAAPAVTPLATPHAGPTSQAVPHQEHV*              
>Mgut_mgv1a014070m                                                              



MMDQELREIKQTGDVSRNSETAIAIEANEIADSNSKTKGSAPNKAVVGDGEAKTEGADDKCSSCVIDVRCDEFAEENQRV
CRICHLTSKESGSNSIELIELGCGCKGELGVAHQNCAEAWFRMRGNRLCEICGETAKNITGVSDHNGFMEEWNESVSGDT
AGNTTSSPENRRCLRGQPLCNFLMACLVIAFVLPWFFRVNMF*                                     
>Mgut_mgv1a012242m                                                              
MQLAQHDIRTANASETEPILPHPSISDRSEESSSSIEITVGVDSSIAIHDTSVPEIDEGIALVRADQPQCRICLDNEGED
LIAPCHCKGTQKYVHRSCLDNWRSTKEGFAFAHCTECRAKFILRANVPPDRWWLRLKFQFLVARDHAVIFVIVQLIVAFL
GVLVYKFYGEELREMFGYEEHPYGFYTMAVLAIVLVGLLYGFFIAIICGQRINERHYHVLAKQELTKEYVVEDREANKEV
SELDSSHVTELRMLGLY*                                                              
>Mgut_mgv1a018932m                                                              
MMQLTDFHCTQADSENKESSNTEPGPSTSRISDLTLQIPPRPGAFSSSRSGFLRALSFKKKYTSSDGERSSLLSSDTKEP
SGSSPVSNVASNVTCERLLASLLSPQITTPPSAGEGQKPHISASRAAVTRSLSVPGRNILILRSLSFASREHAPDTDGDQ
ITPAPEHVDEEIAEEEAICRICMDTCEERNTLKMECLCKGALRLVHEECAIKWFSIRGNRECEVCGKEVSNLSVTLLRVA
TQRNNNDLIEENPLNVWQDFVVLVLISTICYFFFLEQLLIVEMKNQALILAAPFSFLFGLTSSIFAVLLAKPEYIWTFSA
LEFALVALILHISYALLHLPPIYSILISSFLGLGLAILVNTLYMGLFSWRIRAAQTANPV*                   
>Mgut_mgv1a012888m                                                              
MAALEMSHIDLECGCRSSMGGGSSTAEEEEEEESVCFSDADDGSCNSQFYSTVDGDGSYDDYGFACGGSEILEESRRASS
AADPSDYVLDLENGDANNNTKACLANFDRDCRICHLSLVSSSPGSGIAIELGCSCKDDLAAAHKHCAETWFKIKGNKTCE
ICNSVARNVVGPNDIEAVQQGGESGSATVGAGTPSAPAPSATETRTCLNGHRFLNFLLACMVFAFVISWLFHFNIPS*  
>Mgut_mgv1a008877m                                                              
MDKERPHQTVIPIENRSSTPENEEPRDDSSCDSLDKEAGLATCRVCHCVESDRRGNVALGFLGIYPPPCNLINGNEEVKS
NSKVSLGNTENDCQHKSDLKGSELVEFISPNGEVFVCTADVELGVDDYQDRLVELGCSCKNDLALAHYSCALKWFINHGS
TVCEICGSVAKNIRSADFKKVLSSVKEYDALRERIVNGEPNPASTRTNFGVDPDAIAAIRRQRLSEISLWFNPHNNSQVT
VSHVVTEQSSNSNTVTEEVAPVENSATKWAVEGTGILLATGLLTVTLAWLLAPHVGKRTAKNGLHILLGGVCALTVVVFF
RFFVLTRIKYGPARYWAILFVFWFLVFGIWASRTHGAHAT*                                       
>Mgut_mgv1a013211m                                                              
MSTTTVLKSHGFDLESANDDTSDTLRNGGGGGDGCCTQVAAAGPPTSDANEIVRVPERKDMAAAAVVVVDKKRDSNVSEC
SVEMVDLESGTHDEKKLHLNLKRDCRICHLSMDATNQESGSGTPIELGCSCKNDLAAAHSQCAESWFKIKGNKTCEICGS
IAQNVTGVNEAQMIEQWNEETIDAAITTARLSESRNFWKGHRFLNFLLACMVFAFVISWLFHFNVPS*            
>Acoe_001_00745                                                                 
MEVQLKPPSIEPNPSDTHPLLQTSSIEINNNDQQQSDIEVAESSAACCRICLEYNGESDLISPCMCKGTQQFVHRSCLDH
WRSVKEGFAFSHCTTCRAQFHLQVDKFQDYSWRKIKFRFFVARDVFLVFLAVQTVISLLGGFAYLMDRNGNFRNSFSDGW
DRVLSKHPIPFYYCIGVVVFFAMVGLIGLIIHCTSSNCDPCPNHSPDCYCYMGDCVPASSTEACLAVAIIFVIIFAMVGL
AYGFFAATMAIQSIWQKHYHILTKIELTKEYVVVDLAGGYTPPNLDPEHEERLKLLKLLMEVQLKPPSIEPNPSDTHPLL
QTSSIEINNNDQQQSDIEVAESSAACCRICLEYNGESDLISPCMCKGTQQFVHRSCLDHWRSVKVISLLGGFAYLMDRNG
NFRNSFSDGWDRVLSKHPIPFYYCIGVVVFFAMVGLIGLIIHCTSSNCDPCPNHSPDCYCYMGDCVPASSTEACLAVAII
FVIIFAMVGLAYGFFAATMAIQSIWQKHYHILTKIELTKEYVVVDLAGGYTPPNLDPEHEERLKLLKLL           
>Acoe_002_00600                                                                 
MSDHVVLYVDRLNSSSSTIPSVRGVEPPTCDSSTLIAEEHEQPDEEMPLIQAALECRICQEEDHLQNLETPCACSGSLKY
AHRKCVQRWCDEKKDTTCEICHQNYQPGYTAPLPSWPSRPDDTTIDISGRWMISGTPVHLRDPRLVAMAAAESHILDTQY
DEFVAAEHRLMETEYGDFASAERRVLESEYDEYGTNASGAAFCRVATLTLLALFLLRHSLETSNGADEDDDDVSTFLSIF
LLRAMGFLLPCYIMTWAISVLQRRREREEEAHFAASEVALVLQSVQERGLQLTIVPGPAVNHSEPRQMSDHVVLYVDRLN
SSSSTIPSVRGVEPPTCDSSTLIAEEHEQPDEEMPLIQAALECRICQEEDHLQNLETPCACSGSLKYAHRKCVQRWCDEK
KDTTCEICHQNYQPGYTAPLPSWPSRPDDTTIDISGRWMISGTPVHLRDPRLVAMAAAESHILDTQYDEFVAAEHRLMET
EYGDFASAERRVLESEYDEYGTNASGAAFCRVATLTVSRVNFIAEEMSDHVVLYVDRLNSSSSTIPSVRGVEPPTCDSST
LIAEEHEQPDEEMPLIQAALECRICQEEDHLQNLETPCACSGSLKYAHRKCVQRWCDEKKDTTCEICHQNYQPGYTAPLP
SWPSRPDDTTIDISGRWMISGTPVHLRDPRLVAMAAAESHILDTQYDEFVAAEHRLMETEYGDFASAERRVLESEYDEYV
TGALPLEAFAGNKQWCR                                                               
>Acoe_003_00913                                                                 
MEVEPASIGVQQDSREAGKQVMESIEEEVVSSGSNGRNADLCVQIPPKPLGFGSNRSGKGLLQSQGSLKGNTTPRSLLQS
LSFKNKAVVPDGEGSSLLNQDAPESPESPVLANIISKWQKCVSLPGTPASMFSPSTENKCGEQRNSQKSASPSKITRSLS
VPMRNVVIVRSGSFAIRKEPVQKDTEQISHLDLEDDDEEIPEEEAVCRICLASLCEGGNTFKLECSCKGDLNLTHEACVV
KWFSIKGNRSCDVCKQEVRNLPVTVLRVQSSAQREYRRGQNRQNPPPQPLSVWHDLVLLILISSISYFFILEQLLIPDMK
ANALALAAPFAFTLGLLGSMFAIVLALKEYIWTYAAFEFALVALNLHIFYTILRLNATYAILLSAVLGFGIALSVNSLYL
YISVYRARLEERQINPDLVMEVEPASIGVQQDSREAGKQVMESIEEEVVSSGSNGRNADLCVQIPPKPLGFGSNRSGKGL
LQSQGSLKGNTTPRSLLQSLSFKNKAVVPDGEGSSLLNQDAPESPESPVLANIISKWQKCVSLPGTPASMFSPSTENKCG
EQRNSQKSASPSKITRSLSVPMRNVVIVRSGSFAIRKEPVQKDTEQISHLDLEDDDEEIPEEEAVCRICLASLCEGGNTF
KLECSCKGDLNLTHEACVVKWFSIKGNRSCDVCKQEVRNLPVTVLRVQSSAQREYRRGQNRQNPPPQPLSVWHDLVLLIL
ISSISYFFILEQLLIPDMKANALALAAPFAFTLGLLGSMFAIVLAFEFALVALNLHIFYTILRLNATYAILLSAVLGFGI
ALSVNSLYLYISVYRARLEERQINPDLVMEVEPASIGVQQDSREAGKQVMESIEEEVVSSGSNGRNADLCVQIPPKPLGF
GSNRSGKGLLQSQGSLKGNTTPRSLLQSLSFKNKAVVPDGEGSSLLNQDAPESPESPVLANIISKWQKCVSLPGTPASMF
SPSTENKCGEQRNSQKSASPSKITRSLSVPMRNVVIVRSGSFAIRKEPVQKDTEQISHLDLEDDDEEIPEEEAVCRICLA
SLCEGGNTFKLECSCKGDLNLTHEACVVKWFSIKGNRSCDVCKQEVRNLPVTVLRVQSSAQREYRRGQNRQNPPPQPLSV



WHDLVLLILISSISYFFILEQLLVLLSTASERLNFGLFIIGYRNQIEMEVEPASIGVQQDSREAGKQVMESIEEEVVSSG
SNGRNADLCVQIPPKPLGFGSNRSGKGLLQSQGSLKGNTTPRSLLQSLSFKNKAVVPDGEGSSLLNQDAPESPESPVLAN
IISKWQKCVSLPGTPASMFSPSTENKCGEQRNSQKSASPSKITRSLSVPMRNVVIVRSGSFAIRKEPVQKDTEQISHLDL
EDDDEEIPEEEAVCRICLASLCEGGNTFKLECSCKGDLNLTHEACVVKWFSIKGNRSCDVCKQEVRNLPVTVLRVQSSAQ
REYRRGQNRQNPPPQPLSVWHDLVLLILISSISYFFILEQLLVLLSTASERLNFGLFIIGSLI                 
>Acoe_006_00301                                                                 
MGDNVVLIIDHDTVPVTSQPAQGGETSKYTGDGSSSSTTLLSKNEDVEFEIPDEEEPLISAVECRICQEEDSIKNLETPC
ACSGSLKFAHRKCVQRWCNEKGDTTCEICHEPYKPGYTAPPPLPQDTTIDISEGWTISGTPLDLHDPRLLAMAAAERHFM
EAEYDEYAATNASGAAFCRSAALILMALLLLRHALNITNTDGDGEDDASTFFSLFLLRAAGFLLPCYIMAWAISILQRRR
QLREEAARLAATEVAFLLQSGQRGGLQFTIAPAPAPIPRQEPVMGDNVVLIIDHDTVPVTSQPAQGGETSKYTGDGSSSS
TTLLSKNEDVEFEIPDEEEPLISAVECRICQEEDSIKNLETPCACSGSLKFAHRKCVQRWCNEKGDTTCEICHEPYKPGY
TAPPPLPQDTTIDISEGWTISGTPLDLHDPRLLAMAAAERHFMEAEYDEYAATNASGAAFCRSAALILMALLLLRHALNI
TNTDGDGEDDASTFFSLFLLRAAGFLLPCYIMAWAISILQRRRQLREQDWQQRKLHSYFNLGKEEVCNLP          
>Acoe_007_00713                                                                 
MEIAVETSNSNSTDEERINSNSIESVGTSSSSNKKIEISGKYEEEDDEEDVCRICRNTGDVENPLRYPCACSGSIKFVHQ
DCLLQWLNHSNARKCEVCKHPFSFSPVYAENAPARLPFQEFLVGMAMKACHVLQFVLRLAFVLSVWLLIIPFITFWIWRL
SFVRSFREAHRLFLTHVSTTVILTDCLHGFLLSASIVFIFLGATSLRDYFRHLRELGGQDEREDEGDRNGARAARRPPAP
PNRINDGDGNGEDVGGGQGMAGAGQLIRRNAENVAARLEMQAARLEAHVEQMFDGLDDADGAEDVPFDELVGMQGPVFHL
VENAFTVLASNLIFLGVVIFIPFSFGRIVVHYLSWLFSVTTNPLLSAAVPLTESALSLANTTLKSALIDNHVVEAVAETL
KANITELDRVSNSIGNPLSADILNGAVVGTSRLSDVTTLAVGYMFQISLVVLYLEMLGKTIPQRVEFFSSSPLASSLLHW
IVGIVYMLQISIFVSLLRGVLRSGVLYFLRDPADPNYNPFRDLIDDPVHKHARRVLLSVAVYGSLIVVLVFLPVKFAMRL
APTVFPLDISVSDPFTEIPADMLLFQICIPFAIEHFKLRTTIKAFLRQWFTAVGWALGLNDFLLPRPEDSRQEAGNEEGN
DRLRDAALMAPEVQNRVMLTSGNDDDTEEYDAEEHTNSEYGFILRIVLLLILAWMTLLLCNAALIVVPISLGRALFSTIP
ILPITHGIKCNDLYSFIIGSYAIWAILAGARYCIEHVKTRRAGILLNRVWKWSAIVLKSSGLLAIWVK            
>Acoe_009_00810                                                                 
MANTEKSNVGVEEVGRSRSVAESDGGSECFSDAEDHRSWHSPYNSNGGRSYEEYRLSDHEIGGVSEPHRTSSVSDCSVEV
DLESGVQETKVHLPKVEKDCRICHLTLETTNSESGIAIELGCACKADLAAAHKHCAEAWFKIKGNKTCEICGSVARNVVG
ANETELLEQWSENPPTTAVTPPAETRSFWHGHRFLNFLLACMVFAFVISWLFHFNVPS                      
>Acoe_014_00246                                                                 
MEGEMKKDNDLCLLSMNEKPGDSIEGSLTTCRVCQCVESDSRGDAALGFLDISLPCLEIVSNNDDDGNFESLKDQKDVIR
SCRKESGVTEFISPTGEIFICNIDLEAGSNHNEDKLIDLGCSCKSDLALAHYACALKWFVSYGSTVCEICGSVAVNVRPT
DFEKVVTSLKDYEKLMEKTVSGEPTSAYVRTGSSVDPDALAGVRRQRLSEIALWFNIHMSKDNNVSDNNSTAVLQVIEQS
SSNPLEEVATNENAATKWAVEITGVLVATGLLTVTLAWLIAPRVGKGTAKFGLHILLGGVCALTVVIFLRFFVLTRIKYG
PARYWAILFVFWFLVFGIWASRTRAAHKK                                                   
>Acoe_014_00524                                                                 
MADHASSSPLIPPSVITEPNEIDLEAGPDEQIQCRICLETDGRDFIAPCKCKGSSKYVHRECLDHWRAIREGFAFAHCTT
CKAPYHLRVHGAVDRKWRTLKFRFFVTRDIIFIFAAVQLIIASLAYLVYFADSYQQFWLRSSWGFTGFSFYYFPGALLFF
AFLGLSGCFITCYDRRVRNDLAQPCRELCLCCCHPGMCADCHLPGTLCMWTDCTTCFEGCASAAGECGCLGGAGEAGLPL
LFIMGLIVLGLFTVIGIFYSVLVATMVGQRIWQRHYHILAKRMLTKEYVVEDVDGEMTDSNWSPPLLPPEHVQQLKTLGL
L                                                                               
>Acoe_015_00003                                                                 
MESFEESSSSSSSLLSFRQDQMNIENSVTSTRKYEEEEDDDEDVCRICRNTGDDENPLRYPCACSGSIKFVHQDCLLQWL
NHSNARKCEVCKHPFSFSPVYAENAPARLPLQEFVVGIAMKACHVLQFFLRLAFVLSVWLLIIPFITFWMWRLAFVRSFG
EAHQLFLIHLSTTVILTDCLHGFLLSASIVFIFLGATSLRDYFRHVRELGGQDADREDEGARNGVPAARPVPANRAEDGN
GEEAAAAQHIGGAGQVIRRNAENVAARLEMQAARLEAHVEQMFDGLDDADGAEDVPFDELVGMQGPVFHLVENAFTVLAS
NIIFLGVIIFTPFSVGRIVLHYISKIFSSVASPMLSSLVPITDSAFSSENITLKNALTSVANLSSESNKDGVLSHVVDVL
AETLKANVTSADSMDSSLSVDLSSGASVGSSHLSDVTTLATGYIFLSSLVFLYLGVVALIRYSRGDPLTMGRLYGIASIV
EAIPSLTRQFVAAMRHLMTMVKVAFLLVIELGVFPLLCGWWLDVCTIRMLGKTIGQRVEFFSVSPLASSLIHWIIGIVYM
LQISIFVSLLRGVLRNGVLYFLRDPADPNYNPFRDLIDDPVYKHARRVLLSVAVYGSLIVMLVFIPVKFAMRVAPSMFPL
DISVSDPFTEIPADMLLFQICVPFAIEHFKLRATIKALLRQWFTTVGWALSLSDYLLPRTGDNGGQENDNLGRENRLHGL
QGGVGQQDQALNAHENVHDVNRGTPTMLRSDVAEEYDLDEQVDSEYGFVFRIVLLLVLAWMTLLLSNAALIIVPISLGRA
LFNSIPRLPITHGIKCNDLYAFIVGIYTIWTSLAGARYFVDQIRTRRAQILVNQMCKWSSIIFKCSALLSIWIFVIPVLI
GLLFELLVIVPMRVPVDESPVFLLYQDWALGLIFLKIWTRLVMLDHMTPLVDESWRLKFQRVREDGFSRLRGLWVLREIV
IPIVMKLLTALCVPYVFARGMFPVLGYSLIVNSAVYRFAWVGCLSISLLCFCAKRFHVWFYNLHNSIRDDRYLIGRRLHN
FGEVASQERHEAEVVPEIRGVDMPGFGDLQHEPEVDIGLRLRHANARNPPNPELVL                        
>Acoe_018_00082                                                                 
MQLVPNDCRTGDISETEPILPQSNTLDRSTDYSSSCEIRPLGETFFVNDQVEQRLDVDEHSNLVNASQPLCRICLDIEGG
DLIAPCDCRGTQKYVHRSCLDHWRSTKEGFAFAHCTECRAVFILRANVPPDRWRLRLKFQLLVVRDHAFIFVSVQLIVAI
LGMLVYKYYGEELREMFGYEEHPYGFYTMAVLAIILVGLLYGFFIAIICGQRINERHYHVLAKQELTKEYVVESREDNKP
PPELDPSCVTELKNLGLYMQLVPNDCRTGDISETEPILPQSNTLDRSTDYSSSCEIRPLGETFFVNDQVEQRLDVDEHSN
LVNASQPLCRICLDIEGGDLIAPCDCRGTQKYVHRSCLDHWRSTKEGFAFAHCTECRAVFILRANVPPDRWRLRLKFQLL
VVRDHAFIFVSVQLIVAILGMLVYKYYGEELREMFGYEEHPYGFYTMAVLAIILVGLLYGFFIAIICGQRINERHYHVLA



KQELTKIDMMEASLLELMQLVPNDCRTGDISETEPILPQSNTLDRSTDYSSSCEIRPLGETFFVNDQVEQRLDVDEHSNL
VNASQPLCRICLDIEGGDLIAPCDCRGTQKYVHRSCLDHWRSTKEGFAFAHCTECRAVFILRANVPPDRWRLRLKFQLLV
VRDHAFIFVSVQLIVAILGMLVYKYYGEELREMFGYEEHPYGFYTMAGMLSSGIY                         
>Acoe_021_00181                                                                 
MQNQQETNQDSSSSSSSSSAAKAATTETEAVIVVRSTEEEEDDEMEKCNMEKEKVKSNILVKLSEEETEKKKQNNCVIVD
IKDECDFGGILLNNNNKDGEKVCRICHLNAAECTSSSSAAEKLDLIKLGCGCKDELGIAHRHCAEAWFKLKGNRRCEICG
ETAKNITGVGDDRFMEEWNERSDESSGNTDQRRGFFRGQPFCNFLMACLVILFVIPWFFHVNMV                
>Acoe_037_00067                                                                 
MVVEEEIISDEIACKTTSVVPNHQEAKESTGITDDIQSAQQRKRQKLQNLHLNIPSKTLNLSSPEFMKIDMPPTPSPSAA
EVKFPPEPSTPARIDDSPGPSTSRARSSIKSLLPRLSFKFRNSTAEIEKAVILAVGESSTLVQEKAFVSRSSSLTKIFSH
KVGRTSSLPVGTVVHSNPESRHGGSMVDPMTPTKQEPQRHIVRSLSVPMNKAVSIRRSDSLGAIFRVISTTPRVMVGSGA
ILDTSTLATDAENNDGDGEDIPAEEAVCRICMVELSEGGDTFKMECSCKGELALAHKECVVKWFSIKGNKNCDVCKQEVQ
NLPVTLLRIPTNQTLHVQNISQQTSQQYRVWQDVPVLVIVSMLAYFCFLEQLLITKMGSGAIAISLPFSCILGLLASMTS
STMVVRRFVWVYASVQFLLVVLFAHVFYSLFHVQPVLSILLSTFAGFGVAMTLNTILVEVLRWRRRVRAGNLQHHSQETP
HEERLSEPAHSPQTNPQQERLTEAGYSPPTHHEIDIEIPVVQRLNMVVEEEIISDEIACKTTSVVPNHQEAKESTGITDD
IQSAQQRKRQKLQNLHLNIPSKTLNLSSPEFMKIDMPPTPSPSAAEVKFPPEPSTPARIDDSPGPSTSRARSSIKSLLPR
LSFKFRNSTAEIEKAVILAVGESSTLVQEKAFVSRSSSLTKIFSHKVGRTSSLPVGTVVHSNPESRHGGSMVDPMTPTKQ
EPQRHIVRSLSVPMNKAVSIRRSDSLGAIFRVISTTPRVMVGSGAILDTSTLATDAENNDGDGEDIPAEEAVCRICMVEL
SEGGDTFKMECSCKGELALAHKECVVKWFSIKGNKNCDVCKQEVQNLPVTLLRIPTNQTLHVQNISQQTSQQYRVWQDVP
VLVIVSMLAYFCFLEQLLITKMGSGAIAISLPFSCILGLLASMTSSTMVVRRFVWVYASVQFLLVVLFAHVFYSLFHLL 
>Acoe_037_00295                                                                 
MKNHGQGKSDDNNMVGNYCVDISKLEKQVAMENSPIVSEREESSLEGLPQIAVQTVVTVVITNGDKKGSAAAFSGESQNS
SSIPGVSDPKLNLVKITGAETVQVNAALSSTKKTSLSRSESFHDYCRVCQQQAEEALIDLGCQCRGGLAKAHRSCIDTWF
RTRGSNKCEICQRVAINVPPPESQPSRNYWVWRVDPSFTPFRGPGIAPERERGCYSPLWVAFSILIGGLLLDVLISISLG
VSALPVNIIIGVLVVLGLGTALRLALECCHEFNLRRTVLQGADTTVIGPLAYHPAI                        
>Acoe_041_00129                                                                 
MGDHFVLLVDRLLTESTLEAAIESRNRSLQATSLAVEVNKTEFLSHKKDFGDGSPGKIVECRICQDEDEDLNMETPCSCC
GSLKYAHRRCVQKWCNEKGDTMCEICHQQFKPGYTAPPRLFHYGGVPMNFRGNWEISRRDLHNPRIIAMVSTDRNFLDPD
YDEYSMHTTRSLICCRTVAVIFMVLLVLRHTLPILISGTEEYSFTLLMMLLLRTAGILLPVYIMVRAVTAIQHRRSQQGR
DNPSFSSSDDEEDQIHLQPQPHIIRVQ                                                     
>Acoe_069_00003                                                                 
MSLKEDHLQIGENTVKNERLCSNIKCENAVIYQPPRESTDKEGSLPTCRVCQCFESDSTGDAALGYLNIFSPLQDLPIWD
GNKKNNTKDDENGAIHAKTSGRKSEVIEFVSTEGEVFICTTDIEAGSYNQQDTIINLGCSCKNDLALAHYACALKWFINH
GSTVCEICGSLAKNIRLSDIKKIMTSLKDYESLRERTSNRDPTLATENISAVDSDAVAAIRIQRLGEISLWFSPHINDNI
NASTTVAPGGTGQNSSILIEDGFPPENPATKWAVEGTGIVVATGLLTVTLAWLIAPRIGKKKNGLHILLGGICALTVVLF
LRFVSYLDIYFSVYEYYFFAFISERYYLLNAFCLSVTVHHTDLTEGIFWGGGWWSGFGFLMSLKEDHLQIGENTVKNERL
CSNIKCENAVIYQPPRESTDKEGSLPTCRVCQCFESDSTGDAALGYLNIFSPLQDLPIWDGNKKNNTKDDENGAIHAKTS
GRKSEVIEFVSTEGEVFICTTDIEAGSYNQQDTIINLGCSCKNDLALAHYACALKWFINHGSTVCEICGSLAKNIRLSDI
KKIMTSLKDYESLRERTSNRDPTLATENISAVDSDAVAAIRIQRLGEISLWFSPHINDNINASTTVAPGGTGQNSSILIE
DGFPPENPATKWAVEGTGIVVATGLLTVTLAWLIAPRIGKKKNGLHILLGGICALTVVLFLRFIVLSRIKYGPARYWAIL
FVFWFLVFGIWASRSHGTHST                                                           
>Acoe_115_00018                                                                 
MDLRGPPESIFVQLGYKSKDFKLQRPNGNRRNPLPNLKSENSTEVSEESRPVQPWRRQDLFLEIPSRKLTGSCEDVRINM
PPTPSPTPTRAGLPPTPSSFAKKSGVTNPSSSKGKSSRKNLLPRLSFKYQSPTSVMDKAAVLAVCTPSSGSRRKPFIMRS
FSFTNIFTPRMRRTSSLPVTPVAHPSSDSMHGRSTINPVDSTKKEGQRYISRSLSMPTRKIRSIRRMDSSAGRFRVVPTT
PRLTEGSSAVIDITSTENADNNDAEGEDIPEEEAICRICFIGLGEGGETLKLECHCKGDLALAHQECAVKWFSIKGNKNC
DVCNQEVQNLPVTLLRIQDRENPIRNRRQQIASQQYRVWHELPILVIMSMLAYFCVLEQLLVSKMGTGAVAIALPFSCIL
GLLASMSSSTMVERKFVWVYSFIQFILVVFFAHMFYSVLHVQAVLSILLSTFTGLGVMMSVSSLLFEFLSWRRRWHASSQ
NRRESRETPLEEEDQLPEGTHPSQPGPSI                                                   
>Acoe_125_00031                                                                 
MIKDSSVLGSGGEEDDTNEGENELQQQQQQQHEEESTTTILHPQPLEVEEQLKVEASNQNDKREETSSLQQSRRPNLSSL
QIPERSLQNALPTSTRIDIPSLSSPTTSRAGLPPRPASAKFRTSMKNLLPQWSLRTQNVSTEGEKTVLLIPETPPSVLPM
DKPSMSRSFSMTKVFSSSSAKRTNSLPVTPVASSTSDYVQKRHLDGLSNLSKQEDQKKIRRSLSVPVNVKTRSIRRMDSS
RGLIRVISVTPRSVVPDCATINAAPATENALEDAAEDIPEEEALCRICFIELTEGGETLKMECSCKGELALAHRDCAVKW
FSIKGNKTCDICKQDVQNLPVTLLKIQSTRTINRHPATVPQQREVVRYRVWQDVPVLVMVSMLAYFCFLEQLLVSDLHSR
ALAISLPFSSVLGLLSSMIASTMVSKGYIWAYASFQFAIVILFAHVFYAVMRVNAILSVILSSFTGFGIAISTNSLLVEY
LRWRNNRNLISGEQRQNQGRAQQQQQEGRENIEVMIKDSSVLGSGGEEDDTNEGENELQQQQQQQHEEESTTTILHPQPL
EVEEQLKVEASNQNDKREETSSLQQSRRPNLSSLQIPERSLQNALPTSTRIDIPSLSSPTTSRAGLPPRPASAKFRTSMK
NLLPQWSLRTQNVSTEGEKTVLLIPETPPSVLPMDKPSMSRSFSMTKVFSSSSAKRTNSLPVTPVASSTSDYVQKRHLDG
LSNLSKQEDQKKIRRSLSVPVNVKTRSIRRMDSSRGLIRVISVTPRSVVPDCATINAAPATENALEDAAEDIPEEEALCR
ICFIELTEGGETLKMECSCKGELALAHRDCAVKWFSIKGNKTCDICKQDVQNLPVTLLKIQSTRTINRHPATVPQQREVV
RYRVWQDVPVLVMVSMLAYFCFLEQLLVSDLHSRALAISLPFSSVLGLLSSMIASTMVSKGYIWAYASFQFAIVILFAHV



FYAVVSRTNTFWCFHYWLSSLSLENADVV                                                   
>Bdis_1g30330                                                                   
MAEIVDPAVAAAAAAGGPVVAEEEEEPRLPPAPAGGEEDDDDEEEGDVCRICRNRGDDEHPLRYPCACSGSIKFVHQDCL
LQWLDHSNSRQCEVCKHAFSFSPVYAQNAPTRLPFQELVFGVGMKACHVFQFVLRLAFVLSVWLMIIPFITYWIWRLTFV
RSFGEAQRLFLSHISAQLILSDCLHGFLLSAIIVLIFLGATSLRDYIRHLRELGGHEADRDDAGRERHGARAVRRLAGPN
NRVPAADGNMDELAEAQGLGAGELLRRNAENVAARLERLEAQVEQMLDGLDDADGAEDVPFDELVGMQGPVFHLVENAIT
VLASNAIFLIVVIFVPFSLGRIVLYYLSWFFSSASSPMLAKMMPFTESAISLANDTLNNAFNAMKNFSSDSHNEGVIGHV
IEVVTQSLKINATGLAVMQGAAKNSVMKGTAMGSSYLSDLTTLAVGYMFIFCLVFLYIGSLALLRYARGERFTIGRLYGI
AAILEAIPSLCRQFFSGMKHLMTMVKVAFLLVIELGVFPLMCGWWLDVCTLKMLGTTIAQRVEFFTMSPFASSSIHWLVG
IVYMLQISIFVSLLRGVLRNGVLYFLRDPADPNYNPFRDLIDDPVHKHARRVLLSVAVYGSLIVMLVFLPVKLAMRVAPS
TFPLDITIFDPFTEIPVDVLLFQICIPFAIEHFKPRATIKALLHHWFAVIGWALGLTDFLLPKPEENGGQENWNVRAERR
DRLHGGREAVALQLEQRMIQHAALDNDGRGNANEANDVAEESEADDQGDSEYGFALRIVLLLVLAWMTLLIFNAGMIVIP
ISLGRLVFEAVPRLPITHGIKCNDLFSFSIGCYIIWSAAAGTRYAIDYIRSRRLAFLVQQICKWCSIVLKSSALLSIWIF
VIPVLIGLLFELLVIVPMRVPIDESPVFLLYQDWALGLIFLKIWTRLVMLDQMAPLVDESWRMKFERVREDGFSRLKGLW
VLHEIITPIVTKLLTALCVPYVLARGVFPVLGYPLIVNSAVYRFAWLGCLIFSTLFFCGKRFHVWFTNLHNSIRDDRYLI
GRRLHNFGEDSLRLNESDETPGPGGEDQALIPVDDDDVGLRFRRINRNAHEHPRMVLE*                     
>Bdis_1g32600                                                                   
MRGLKYKTKAFAKVPPSPYLPDFPTAGAPQREHHHRYRSLPRHEFSGVSLRLRGIDWPMDSAGGPLPVSGDRAVPDQDDN
AQSAAGHNSRRPNLSLQIPVRTLENHIPTSTRINISPSPSSMRTGLPPRPNSARPKSSIKNITPQRSFRLRSSTQEGDRT
NLLVPGTASEGSQDNPTAPSSFSFRKVINSLSAKRTYSLPVTPVATSEKASSPGIQIDNKPTTSNEEVQTQIRRSLSVPG
NRKNRSLRRADSLGVIRVIPTTPRPVPADMTALHDGVEETVEAPGDGGEDIPEEEAVCRICLIELNEGGETLKMECSCKG
ELALAHQDCAVKWFSIKGNKICDVCRQEVQNLPVTLLRIPTQTVNRRLVNGGAQQRVAQQYRFWQDIPILVMVSMLAYFC
FLEQLLVTDMRAHALAISLPFSCVLGLLSSMIASTMVTKSYLWAYASFQFAIVILFAHIFYNVLRVNPVLAVLLSSFTGF
GIAISTNSLLVEYLRWRSRRRSQQLAQHANAGQRPESANNAVNENSGDRQGHHPESGNNAV*                  
>Bdis_2g01580                                                                   
MGDHLALLVDRLLTESTLEAAIGNNNRKLQAAETVEYCCEATALLPASKMVECRICQEEDWDNSMEAPCSCRGSLKYAHR
KCIQRWCNEKGDTVCEICLQQFKPGYTSPEQLFHYGSIPMNFRGNWEIARQDLHDSQVITMVPSERDFIDEYEDYLPIRT
RSSALCCRTIAIIFMALLILRHTLPLMIGGNGEYSFALFSLLVLRTAGILFPILVMVRALATYHRRRRQQENQETYMSSS
DNDNDEEEAEEEDTDTDSAWLHTQPRLVPIY*                                                
>Bdis_2g11577                                                                   
MAREEAWCSCSPKQCRICHEEEDEGFATTDMESPCACAGSLKYAHRGCVQRWCDEKGSTLCEICLQNYEPGYTVPPKKAR
LAHVAVTIRESLEVPRLDYEEPEDLPLIGSDAAVIGDPAYAECAHAAGRRASWCRSATVAFTVVLLLRHLIAMVTVGAAN
QYAFSLLTIYLLRASGILLPFYVVMRLISALQHGQMQYRLQLLQEQRRNASRIQRVSGQVLQAQQHMILVG*        
>Bdis_2g17337                                                                   
MAGRLLTASTVQSAINEASTTPSSSSSSSSSSPATFTASMCDEETVEQGVRPRSGVLVECRICQEEGDETSMEAPCSCKG
SLKYAHRKCVQRWCDEKGDTICEICLQQFTPNYTVPSKLFHHGRNSIFFRTPGYIQAEASTSYEYDHQSSSIKKGVICCR
IIAITLMLLLVLHDAISVFLGDHEAYTVALITLLMLRTAGIVIPVYIILVSVTELLHRRNQMQVVRGEISEPVGGAGSRQ
PPVPTPTPPPPAQQQLVVIRIQ*                                                         
>Bdis_2g23610                                                                   
MAGDGEQSAIAAEVEDLERGRAGEFVGEDDEEEGSQYFTDAEDRSWPSHSRHESAAYEDCISPCASARASSCGGGGGEDC
GRSSCVSECSLDDVDLEAGLAEIIKGSPEKAEKNCRICHLGLESAAAESGGGIALGCSCKGDLSYSHKQCAETWFKIRGN
KTCEICSSIACNVVGIGDSEFIEWNESNTTTAVQALPAETPRFWQGHRFLNFLLACMVFAFVISWLFHFNVPG*      
>Bdis_2g28380                                                                   
MSVVLEGGRNELMEQEDVLSSSSSGFCSLRQCRICHEEDDERCAAMESPCACSGSLKYTHRGCVQRWCDEKGSTLCEICL
QNFEPGYTVPPKKAPVVEMPITVNSEDEEEEVLDEHQGIQYAASDGPMDGSDRADCSWCRSLTITFTIVLLVWHLIAVVT
IEAAEHCAFSILTMYLLRAAGILLPFYAVMRLIRMIQNGRPQYRLQLLEEQTNVSNLHSMHNQEQERQLVINVH*MSVVL
EGGRNELMEQEDVLSSSSSGFCSLRQCRICHEEDDERCAAMESPCACSGSLKYTHRGCVQRWCDEKGSTLCEICLQNFEP
GYTVPPKKAPVVEMPITVNEDEEEEVLDEHQGIQYAASDGPMDGSDRADCSWCRSLTITFTIVLLVWHLIAVVTIEAAEH
CAFSILTMYLLRAAGILLPFYAVMRLIRMIQNGRPQYRLQLLEEQTNVSNLHSMHNQEQERQLVINVH*MSVVLEGGRNE
LMEQEDVLSSSSSGFCSLRQCRICHEEDDERCAAMESPCACSGSLKRWCDEKGSTLCEICLQNFEPGYTVPPKKAPVVEM
PITVNEDEEEEVLDEHQGIQYAASDGPMDGSDRADCSWCRSLTITFTIVLLVWHLIAVVTIEAAEHCAFSILTMYLLRAA
GILLPFYAVMRLIRMIQNGRPQYRLQLLEEQTNVSNLHSMHNQEQERQLVINVH*MSVVLEGGRNELMEQEDVLSSSSSG
FCSLRQCRICHEEDDERCAAMESPCACSGSLKNFEPGYTVPPKKAPVVEMPITVNEDEEEEVLDEHQGIQYAASDGPMDG
SDRADCSWCRSLTITFTIVLLVWHLIAVVTIEAAEHCAFSILTMYLLRAAGILLPFYAVMRLIRMIQNGRPQYRLQLLEE
QTNVSNLHSMHNQEQERQLVINVH*MSVVLEGGRNELMEQEDVLSSSSSGFCSLRQCRICHEEDDERCAAMESPCACSGS
LKYTHRGCVQRWCDEKGSTLCEICLQNFEPGYTVPPKKAPVVEMPITVNEDEEEEVLDEHQGIQYAASDGPMDGSDRADC
SWCRSLTITVRAVGTKSNHAIHCTMSRSSCLLHGVCFLDSGPKFLCSSPLYYWCGISLPW*MRRMMRGVQQWSLLAHALA
LSRGCVQRWCDEKGSTLCEICLQNFEPGYTVPPKKAPVVEMPITVNEDEEEEVLDEHQGIQYAASDGPMDGSDRADCSWC
RSLTITFTIVLLVWHLIAVVTIEAAEHCAFSILTMYLLRAAGILLPFYAVMRLIRMIQNGRPQYRLQLLEEQTNVSNLHS
MHNQEQERQLVINVH*MSVVLEGGRNELMEQEDVLSSSSSGFCSLRQCRICHEEDDERCAAMESPCACSGSLKYTHRGCV
QRWCDEKGSTLCEICLQNFEPGYTVPPKKAPVVEMPITVNEDEEEEVLDEHQGIQYAASDGPMDGSDRADCSWCRSLTIT
FTIVLLVWHLIAVVTIEAAEHCAFSILTVSFIHWHASS*MRRMMRGVQQWSLLAHALALSSILIGDVCRGGVMRRGAPSV



RFVFSEDEEEEVLDEHQGIQYAASDGPMDGSDRADCSWCRSLTITFTIVLLVWHLIAVVTIEAAEHCAFSILTMYLLRAA
GILLPFYAVMRLIRMIQNGRPQYRLQLLEEQTNVSNLHSMHNQEQERQLVINVH*                         
>Bdis_2g32627                                                                   
MVITAGREGSVVEDGAAAHVVVEVHRSAAAAAAADDDQLQQQELGGTGSSGCRICHLEDGDLPEESGGGKLVSLGCGCRG
EIAAAHRRCAEAWFSVKGNRRCEICGQNAANIIGRGGGGKEFMQQWHGTAAAAEGSSKATGFCRSQTFCNLLIACLIIVF
VLPWFFHNHMI*                                                                    
>Bdis_2g46835                                                                   
MADHFTLITGRMITEATIQSAIRDAFDVPSVKAACDHHDPSAPDDVQDGRTMSGIVVECRICQEEGDEAYMETPCSCKGS
LKYAHRICIQRWCNEKGDIICEICLQQFTPNYSAPLKLFRIGRNSIIFSRTAGETSGNLNANHGQENVLHTADHAVGTSS
FVSEGSNPKGATYCRVIAIALMVLLVFRDAISLVLGGPEVYSMVLITLLMLRTAGIVIPIYIILISVVTLLHRFNQQQGV
HEATPVLVPGGAEGLQSLQPVPPQQHVISIQ*                                                
>Bdis_2g48950                                                                   
MEPAAEHCKAQADWVESAAENAAPARLTREWSTWAMKNAKPRPTGSPRPDPRGMRRDAAIAPAAEVGSAEAVVIDVDRAP
AAATVDVDASAHGVACRICHLSPEGGDEPAAAAAGGSEVIRLGCGCKEELGAAHRQCAEAWFRIKGDRRCEICGSDAKNI
TGLEVKKFMEEWHGRRMANTTTTVERESTCWRRQPFCNFLLACLLIAFMFPWFLRLNIF*                    
>Bdis_2g55030                                                                   
MANDGEQSAIAAAVEPDVERERLGGGGRRLTEESSDEEEGSQRFSDAEDRSWHSRQNSAALENYTSTCTPVPSGAGGGEG
EREVTAGAGRKSCVSECSLDDVDLEAGPAEITKASPDKDELNCRICHLGLESAAVKSGAGIVLGCSCKDDLSCAHKQCAE
TWFKIRGNKICEICGSTACNVVGFGDAEFIEQWNESSNSASAQAPASETRRFWQGHRFLNLLLACMVFAFVISWLFHFNV
PG*                                                                             
>Bdis_2g57520                                                                   
MARDEQVAGDVCSGGQAQVEVVVGVGVDGKGAIECRICQEEGEEDAMDSPCACTGTLKFAHRKCIQRWCNKKGNITCEIC
NQVYSPNYVLPPTKCCSDEISMDLSRQSWVGRIDPHDSHFLAIAIAEQQLLHAEFDDCVSSNSSGVTCCRTVALILMFLL
LVRHVIVIVRDVSMLQDATVLFSDSSVCRILPSMLCYSTLLLCFSTSAAKTGLGAHRNLEP*MARDEQVAGDVCSGGQAQ
VEVVVGVGVDGKGAIECRICQEEGEEDAMDSPCACTGTLKFAHRKCIQRWCNKKGNITCEICNQVYSPNYVLPPTKCCSD
EISMDLSRQSWVGRIDPHDSHFLAIAIAEQQLLHAEFDDCVSSNSSGVTCCRTVALILMFLLLVRHVIVIVRDVSMLQDA
TVLFSATLQFAGFFLPCYVIARSCYAFQHRRRRQV*MARDEQVAGDVCSGGQAQVEVVVGVGVDGKGAIECRICQEEGEE
DAMDSPCACTGTLKFAHRKCIQRWCNKKGNITCEICNQVYSPNYVLPPTKCCSDEISMDLRQSWVGRIDPHDSHFLAIAI
AEQQLLHAEFDDCVSSNSSGVTCCRTVALILMFLLLVRHVIVIVRDVSMLQDATVLFSATLQFAGFFLPCYVIARSCYAF
QHRRRRQV*                                                                       
>Bdis_3g00220                                                                   
MAQHKREENTSGVTPIEEEEEEEEEEEEEEEEEHQHGDWPLLPVCALDQDAAYSAKPLTVKSSSLRSRRADEETSGYGIR
SLSFSKLFSFRMALGLGDIDQLAAADACAEEELPKQEQPVCRSQSLPMTSISRRFTHNYKRKRVADSSSLPGRFRVSSTV
PVLESSPSEGEGAGEEEVGEEETVCRICFVALCEGSVLKLECHCKGELALAHRDCALKWFGIKGNANCDVCSHDVLNLPV
TLRRVRSSSSTAIPVSIPAAQAAEEAAIIGPAERGGFRGVWQHGTTPILVIVSMLAYFCFLEQLLVGDHGTAALAISLPF
AGVLGLFSSLTTTKMVSRRYLWIYSALQFLFIVLFTHLFYRYVRLQAVIAIILATFAGFGVAICSNAIIIQIIRWKQARH
LPPSDSDLPTAQP*                                                                  
>Bdis_3g02970                                                                   
MIWVLFIMQLASHGTQSDEATQLVSHCDQAEVSDSQEMLSQPNTAGSSTEYLVSCEIKPVIVEDDNENIDANEETHLVIQ
DFPQCRICLDNEGDDLIAPCHCKGTQKYVHRSCLDNWRSTKEGFAFSHCTECRAAFLLRANVPPDRWWLRLKFQLLVARD
HTLIFFIVQLVVVFLGMLVYRLYGDELREMFGYEEHPYAFYALAILAIILVGLLYGFFIAIICGQRITERHYHVLAKQEL
TKEYIVEDLEGADLMPDLDPTHVTELRTLGLLSMTASSIR*MIWVLFIMQLASHGTQSDEATQLVSHCDQAEVSDSQEML
SQPNTAGSSTEYLVSCEIKPVIVEDDNENIDANEETHLVIQDFPQCRICLDNEGDDLIAPCHCKGTQKYVHRSCLDNWRS
TKEGFAFSHCTECRAAFLLRANVPPDRWWLRLKFQLLVARDHTLIFFIVQLVVVFLGMLVYRLYGDELREMFGYEEHPYA
FYALAILAIILVGLLYGFFIAIICGQRITERHYHVLAKQELTKEYIVEDLEGADLMPDLDPTHVTELRTLGLLSMTASSI
S*                                                                              
>Bdis_3g12860                                                                   
MAAAAAPTEMALSSAADGSADEEEDQCRICRFPAEPDRPLRRPCACSGSIRFVHDDCLLRWLATRRHSRCEVCQRDIALS
PLYAPGAPARLPVSEFMLGLANKIMGWTAILLCLLFSVFVWEFLMPFTTLWTWRLALTRSFAQLRHLLSVRLSATSILAD
GVYRFRFMPSVDTILACVSLRRTFLRELHNVRQLNGLARVAADAVAPFALWVARLEARLQNRFGGLDTLQVLALHTVEAS
LMVVIADIAVACIFGFVPFSLGRIILWCISCFSFDNVVDEVNSYTSTVAMLLIGYGFIFSLGVTFTGMHTFHQYSRGERL
LIAIFFKALTNWICWLLSPFRRLPDIHAMVRGTFSFCHKLFRGIIISITVANISLNLIITLIIPPLLFGWLLDICTSEMF
GATVYQRFKLLWASSFFSIALHWLIGFSFLKLHSMLSRLLHLTLRPGVSIPFAHLAEVKTATCEPFYKFSFKKLPGLLVG
IIYVGMVVLVPVQIAGRLAPKLFPLEIASFDPPAKGTSFWQAPRNYAELLSGALLLRFLICNTLKYLEPGTLMEKIVRYW
FLTTGQALGLLDLLIVHSGRTCGHEVRNNAAPKDQHGSIYEAKAKRRFVAVRVLLLVFLAWLTVVIFNSAVLIISVSLGR
ALLFAIPQMPVAGGLKFNDLFAFAVGFCIISTIFAASRTSFVYMTSGRTRLLASVICKWGITALKSSPLLFIWIVIIPIL
IGLLVDFLLISPFMFLVDFLLMSPFIVPTDDIPVLDSFSIWFLGLLSLKFWTKLAHWTRDTPFLAHFIDGRWEWKLTQAK
EDGFAGLRAMWVLRDVLMPITTKLVSALGVPYVLAGCFFPRFGYSVAVNTTVHRFAWLGSLALCGLCYLAKVFCRVLVKL
HDSIRDDRYLIGQRLRDYPDDV*MAAAAAPTEMALSSAADGSADEEEDQCRICRFPAEPDRPLRRPCACSGSIRFVHDDC
LLRWLATRRHSRCEVCQRDIALSPLYAPGAPARLPVSEFMLGLANKIMGWTAILLCLLFSVFVWEFLMPFTTLWTWRLAL
TRSFAQLRHLLSVRLSATSILADGVYRFRFMPSVDTILACVSLRRTFLRELHNVRQLNGLARVAADAVAPFALWVARLEA
RLQNRFGGLDTLQVLALHTVEASLMVVIADIAVACIFGFVPFSLGRIILWCISCFSFDNVVDEVNSYTSTVAMLLIGYGF



IFSLGVTFTGMHTFHQYSRGERLLIAIFFKALTNWICWLLSPFRRLPDIHAMVRGTFSFCHKLFRGIIISITVANISLNL
IITLIIPPLLFGWLLDICTSEMFGATVYQRFKLLWASSFFSIALHWLIGFSFLKLHSMLSRLLHLTLRPGVSIPFAHLAE
VKTATCEPFYKFSFKKLPGLLVGIIYVGMVVLVPVQIAGRLAPKLFPLEIASFDPPAKGTSFWQAPRNYAELLSGALLLR
FLICNTLKYLEPGTLMEKIVRYWFLTTGQALGLLDLLIVHSGRTCGHEVRNNAAPKDQHGSIYEAKAKRRFVAVRVLLLV
FLAWLTVVIFNSAVLIISVSLGRALLFAIPQMPVAGGLKFNGNDCLEMIIYIPR*                         
>Bdis_3g29017                                                                   
MSSAASGSGPGTAHEPAMQQLQEVVLAAAEAPSPAPGSVVVAAAEMPSPAPVSVVVAAAEVPAHGEVVTIVISHPEEVAL
EPKGVAPDSPAPLEPGGDSAMAAVAAAKEAELARSDSFDEQCRVCQQNTEEPLVDLGCRCRGDLSRAHRTCIDVWFRTRG
SNKCEICQQVAVNIPPPETQASTSYWVWRVDSAYGRGRGGSQRGWFSPLWVAFAILIGGLLLDVLISVSLGVSALPVNII
IGVLIVLGLGTALRLALECCQEFGSRRSMPRMENMAPSGYHPGV*                                   
>Bdis_3g34880                                                                   
MDMSGEERIPSDSDPLLERKDEEADPLPQLSPPQPATVSTLEIEDEETDGSSAACCRICLEAESDIGDDLISPCMCKGTQ
QFVHRSCLDHWRSVKEGFAFSHCTTCKAQFHLRVETLEDNSWRKLKFRIFVARDVILGFLAVQLTIAIISAIAYFLDRDG
SFRNSFSDGWDRILSKHPIPFYYCIGVVVFFVLLGFFGLIVHCSSFNDNQDPCLAGCRNCCYGWGILDCLPASLEACFAL
VVVFIVVFAILGIAYGFLAATMAVQRIWQRHYHILTKRELTKEYVVEDLHGSYTAPKLEPEHEERLKMLKLL*MDMSGEE
RIPSDSDPLLERKDEEADPLPQLSPPQPATVSTLEIEDEETDGSSAACCRICLEAESDIGDDLISPCMCKGTQQFVHRSC
LDHWRSVKEGFAFSHCTTCKAQFHLRVETLEDNSWRKLKFRIFVARDVILGFLAVQLTIAIISAIAYFLDRDGSFRNSFS
DGWDRILSKHPIPFYYCIGVVVFFVLLGFFGLIVHCSSFNDNQDPCLAGCRNCCYGWGILDCLPASLEACFALVVVFIVV
FAILGIAYGFLAATMAVQRIWQRHYHILTKRELTKARPPSNHCSSVEWL*                              
>Bdis_3g46810                                                                   
MGDHVALDVRGFVPSRAGEGLGLASCGEEVEALIGMVECRICQEEDLAKNLESPCACSGSLKYAHRECVQRWCNEKGDII
CEICHELYKPGYTAPPQIHHDETTIEISGDWSISGNHLDLHDPRILAMAAAQHRLLEDEYDEYTATNNNAAAFCRSIFLI
LMALLLLRHTLTITSSDDEDDASAIFSLFLLRAAGFLLPCYIMAWAISIMQRQRQRQEEAMLLPTEVAIILHRNGRMMQF
AVAPESPASPHPELPQLNS*                                                            
>Bdis_4g14040                                                                   
MEEEKARGVASPLIPPPSEIDLEAGGNGDQLQCRICLETDGRDFIAPCKCKGTSKYVHRDCLDHWRAVKEGFAFSHCTTC
KAPYYLRVHVHTDRKWRTLKFRFFVTRDILFIFALVQFVISALAYLVHFIDGYQQYWLRTAWGFDNEVSFYYICGALLFF
ALLGLSGCFITCYDRRVRSDLAQPCRELCLCCCQPGMCADCHLPGTLCMWTDCTTCFEGCATTAGECGGCLGGAGEAGLP
LLLIMGVIVLGLFTVVGIFYSVLVATMVGQRIWQRHYHILAKRMLTKEYVVEDVDGEHADWSPPPLPAEHIQQLKSLGLL
*MFCHIQEGFAFSHCTTCKAPYYLRVHVHTDRKWRTLKFRFFVTRDILFIFALVQFVISALAYLVHFIDGYQQYWLRTAW
GFDNEVSFYYICGALLFFALLGLSGCFITCYDRRVRSDLAQPCRELCLCCCQPGMCADCHLPGTLCMWTDCTTCFEGCAT
TAGECGGCLGGAGEAGLPLLLIMGVIVLGLFTVVGIFYSVLVATMVGQRIWQRHYHILAKRMLTKEYVVEDVDGEHADWS
PPPLPAEHIQQLKSLGLL*                                                             
>Bdis_4g14247                                                                   
MGDHVVVNVDGSANGKDGGIAEKPSEAVTAALVASSAVVDLVDEDGGEDEPLIQAAECRICQEEDSVKNLEKPCNCNGSL
KYAHRACVQRWCNEKGDIMCEICHEQYKPGYTAPPRVQPDETAIDISGDWTITGTPLDLRDPRILAVAAAQRRLLEAEYD
EYGGTDANGAAFCRSAALILMALLLLRHALSISDNEGDDDASTMFSLFLLRAAGFLLPCYIMAWIFSILHRRRQREEAAS
IAAAEVAFILQSAQGRALQFTIAPDSPTTPQHEPQQQQQQEQR*                                    
>Bdis_4g30150                                                                   
MKDHLMLNVDRLMVPEPIEVTGAPKSSSSRDVTAQLPPTSHSFFAVGDSMIPEEEPLLQMLECRICQEEDDIKNLESPCA
CTGSVKYAHRACVQRWCNEKGDVTCEICHEPYEHGYTAPPRPHPDETTIDISGGWTITGTTFDLRDPRILAVAQNHIMEA
EYDDYSATNASTAAFCRSAALVLMALLLLRHALTLTDEDDDDTSAMFSLFLLRAAGFLLPFYIMAWAISILQRRRQRQEA
AALAATEVAFILQSGQGRGVHFTIAPDSPATPQHEPQP*MKDHLMLNVDRLMVPEPIEVTGAPKSSSSRDVTAQLPPTSH
SFFAVGDSMIPEEEPLLQMLECRICQEEDDIKNLESPCACTGSVKYAHRACVQRWCNEKGDVTCEICHEPYEHGYTAPPR
PHPDETTIDIRILAVAQNHIMEAEYDDYSATNASTAAFCRSAALVLMALLLLRHALTLTDEDDDDTSAMFSLFLLRAAGF
LLPFYIMAWAISILQRRRQRQEAAALAATEVAFILQSGQGRGVHFTIAPDSPATPQHEPQP*                  
>Bdis_5g02290                                                                   
MDFPRMEKQDSSSTTTTTDPMQDPASLVQPKRPHLSIDIPTGSTTAQHHHHNHPLTPTPIDTDAPGSCSSSNVPPKAVAA
PLPQRSSSFMLRQTVKSLLPGGGSFKSSVRGYEASFSKLFGSRITRTSSLPVVDDDHALSVHRAEKTPSVPDTDKSGHMY
RSQSLPMNMKKFNSAKSIKRMNSLGGVYRVVPSTPRAAPATASNAVPDIAPAEPGDGEEDGEDIAEEEAVCRICMVELSE
GSGTMKLECSCKGELALAHKDCALKWFSMKGTRTCEVCKEEVQNLPVTLLRVQSVQGDPRRVGNGGANGPRYVRHRLWHG
TPILVIISILAYFCFLEQLLVSHNGLAALAISLPFSCILGLFSSLTTTSMVARKYVWIYAAAQFLFVVFFTHLFYRYLHL
QAVISIILATFAGFGVGMIGNSIIVEILRWRAMPPIQVRRARRPRVGVAQQQHQQAPASGQPSGQSSASVEGQHNAGSDI
ENPTVSRA*                                                                       
>Bdis_5g27580                                                                   
MSLNEQDVQPDGSAKPVAIKSPASDSDQKPSNPRVSNCSTDKDYGLSLCRVCHCAEPDLRGESALGFLGIVPPYPETSCA
RTDKDSSNDATKTSTSKGGSDAPSFLEFISPEGEIFVCATDVESGPMHRQDAVVNLGCSCKNELALAHYACALKWFISHG
STVCEICGSVASNVRPQDFNKVLASVKDYEALRERTSTGELSYLQYMPDASVDPVALAAIRRQRLCEISSWFNPHNSHAA
VYQGQTVQSPVSPGNNSVEHSVVAPRPARVSLNLEGTGVYVALALGFVVLAWLIAPRVGKKAAAICLHMLLGGLCSLTII
ISLRFVFPRIQFGSLRRWAILFVAWFLIFGVWASRTHNIRAS*                                     
>Sbic_01g010090                                                                 
MDRNQELEEVVPNDLDPLLGRENRESESSVELSPPQPATVSPPEIEDEETDGSSAACCRICLEAESEIGDELISPCMCKG



TQQFVHRSCLDHWRSVKEGFAFSHCTTCKAQFHLRVETWEDNSWHKMKFRIFVARDVLLVFLAVQLTIAIIGAIAYFLDR
DGSFRNSFSDGWDRFLSKHPIPFYYCIGVVVFFVLLGFFGLIVHCSSFNDNQDPCLAGCRNCCYGWGILDCLPASLEACF
ALVLVFIVVFAILGIAYGFLAATMAVQRIWQRHYHILTKRELTKEYVVEDLHGNYTAPKLDPEHEERLKMLKLL*     
>Sbic_01g019076                                                                 
MSSGADGSDPSTGLGPGTIPELPDREPPLLQAPSPAPQQEAVVPQTEAPVPVVTIVISRPGEEVQTPDAKVGSPACSPQA
GDGKATATSASLTASAAELGRSDSFDDYEQCRAAKEEVKGSGGLPVSSGTDGSDPSMGLDPGMIPEPPDCEPPLLQAPLP
APQQEVVASQAKALVPAVTIVISRPGVEVQMPDAKGGSPACSPQASDGKATATSVSLTASAAVKEAELARSDSFDDYEQC
RVCQQKTEEPLVDLGCRCRGDLAKAHRTCIDVWFRTRGSNKCEICQQVAVNIPPPETQASTSYWVWRVDSTYGRGRGGRE
RGWFSPLWVAFAILIGGLLLDVLISVSLGVSALPVNIIIGVLIVLGLGTALRLALECCQEWGSRRNASNMPRLENIPPTG
YHPAVV*                                                                         
>Sbic_02g024570                                                                 
MKEHLMLNIDDLSIPEPNEVMGAVKNKSSGETIARLPSKAHAIVAMGESMVSEEEPLLQVVECRICQEEDSIKNLESPCA
CTGSLKYAHRVCVQRWCNEKGDVICEICHEPYEHGYTAPPRAHPDETTIDISGGWTITGTAFDLRDPRILAVAQNHIMEA
EYDDYSATNASTAAFCRSAALVLMALLLLRHALTLTDEDDDDTSAMFSLFLLRAAGFLLPFYIMAWAISILQRRRQRQEA
AALAATEVAFILQSGQGRGVHFTIAPDSPATPQHEPPQP*                                        
>Sbic_03g007810                                                                 
MGDHLALIVDRLLTESTLEAAIGGGKRMVDLHQETVAVEYCHRALGGGSATKVVECRICQEEDWDTCMEAPCACCGSLKY
AHRKCIQRWCNEKGDTMCEICLQQFRPGYTSPQQLFHYGSIPMNFRGNWEITQQDLNDSQIITMMPTERDFMDNYDDYFP
IRTRSSALCCRTIAIIFMALLVLRHTLPLMIGDNGEYSLALFALLVLRTAGILFPILVMVRALASFHRRRRQQESREAYI
SSSESEEEDEDEAEEEDTITDSAHPNYSQPRFIPVY*                                           
>Sbic_03g012510                                                                 
MEQEEEACSSYGSSSLRQCRICHDEEDERRSAMESPCACSGSLKNFEPGYTVPPKKTQPADVAVTISADLISISKPSKQE
NKHSDQTVALVRHIPFWQLSQHVLSGFLIHEAGGCVATTARDSVEVPRLQYEPEEDDAALIGASDPEYAECARAAGRSAS
WCRSVAVTFTIVLLLRHLVTVVTVGAANQFAFSLLTVYLLRASGILLPFYVVMRLISVIQQGQKQYRLQLLQEQRRHALR
LARLHGQEQRQQQQHVILSSQYDGAHVFIYGTLSRRQESGAYLCKTTYIVAQAYAWRNG*                    
>Sbic_03g027620                                                                 
MHRDVEAECAPCCRICLSTDNHRGLFGAGHELISPCRCKGSQQFVHRSCLDQWRGVKEGTAFSHCTTCKAQFHLLVELLE
DDMCLRMKFWLFVSRDVFLIFVAIQAVIVAIAGVTFLSDRDGKFRNRFTDWMLSKHPLPFYYCVGVVFFFALVGLFGLLS
HCFSCDYGGDDPSYLPEPECSYGCLDCETSRTSRSGDDDDCICVVIMVVVLVFALLGIFYGFIAATMAFQKIMQRHYHIL
KKKELTKMDPKHEQRLRMLQLM*                                                         
>Sbic_03g027630                                                                 
MLEPQRVHRDADSDLPDTVTSPLLAHPPSPDEPSPATVGSPEITDEEIDAASAACCRICLESDSEPGDELISPCMCKGTQ
QFVHRSCLDHWRSVKEGSAFSHCTTCKAQFHLRVECLEDDICRRMKFRLFVARDVIAIFLVIQATIAAIGGMAFFLDKDG
SFRNKFSDDWERFLSKHPVPFYYCVGVVAFFVLVGFIGLILHLSSYNNNDPCLVGSRDCCFGWGLVDLPASMEACFAFAV
IFVIMLAILGVAYGFFAATVAIQRIWQRHYHILTKKELTKEYVVEDLPGGYTPPKMDPEHEQRLKVLQLL*         
>Sbic_03g031510                                                                 
MADHFALMTGRLLTESTLQSAVHEAFADAAVASTAAGSYDQTDPSVVLPEEDVQLGKGKAKSGYAHHRCVQRWCNEKGDT
ICEICLQQLKPNYTAPLFRHGRNLINLRAAGEIRENLGASYGHTSDQADGTSSVDSQSPNLKGVIYCRVIAIALMVLLVL
RDAILLILHNHEVCSVELITVRQ*                                                        
>Sbic_03g033690                                                                 
MRRDAVAAAPTAAGASPPIPLPMDALVIDIEGAPPLPAEAAPGLGCRICHLGPEDDESAVPGSEVIRLGCGCKDELGAAH
RQCAEAWFRIKGDRRCEICGSDAKNIIGLEVKKFMEQWHGRRVAHTQTTEERESNCCWRQQPLCNFLLASLLIVFMLPWF
LRVNLF*                                                                         
>Sbic_03g039940                                                                 
MVNDGEQSAIATATAVEPGVVERGRVSGGGRRLAGESSGEEEGSQRFSDAEDRSWHSHSRQGSALEVCISASASISCDAD
AASAGGVDTAAERARKSCVSECSLDDDVVDLEAGLAEITKASPDKGERNCRICHLGLDSAAAESGAGIVLGCSCKADLSR
AHKQCAETWFKIRGNKICEICGSTACNVAGFCDADFIEQWNESSNTAAAQATSTEPRRFWQGHRFLNFLLACMVFAFVIS
WLFHFNVPG*                                                                      
>Sbic_03g042480                                                                 
MASAATLPRLQLRPRCNSYFQVTDQVHAHIKTAVPASAQRISTDGGRRRWRHTFLPVSAVGTGRGSSVTEADRKSDLSLE
NVKTSIVSRDDEKINVRVQLPGKATQKVFDEALTILARDAPPVPGFRKSKGGKTSNFAHRKCIQRWCNKKGNITCEICNQ
VYSPNYVIPPPKCCSDEMDMDLRCRETHLNLKEHKGVPIEAPPRREDAWKLANRSSANTANAAVPSSVIGVGSCLPLFHT
LTSRTAAGSYFMNRASRSRRRSPAATLADLG*                                                
>Sbic_04g000220                                                                 
MGDDGGLSMLEHGGTLSLLSVAADDQGQEHQEEEEVDHNDTSSSSSPTGNKHKQTSCLLPARSLRSTDDAASHSQQAGGG
VRSLSLSKILSFRMWAPAGASLSSSSSTSTLEDYIIDDDQHQLEHDAGAAKDKNKEEEEEEEKLKQVCRSQSVPATSVAR
RFSGTAKGKGSRRVADSSSSLTRLRVVPLRVPSPPPPLDQATTAGGEEEEEEQQQEEEDIAAEEAVCRICMVALSEEAVL
KLECCCKGELALAHRACAIKWFSIKGNGTCDVCSQEVLNLPVTLRLRRLPDEPAARRPPSVLQAALALAQAHAQSTPQGA
DDPIPTATSRYSSSYRVWHGTPILVIVSMLAYFCFLEQLLVGDHGTAALAISLPFACVLGLFSSLTTTKMVSRRYVWIYS
AVQFLFIVLFTHIFYRYVRMQAVIAIILSTFAGFSVAVCTNSALLQILRWRPRHVVASPTTAQGRHGSSSSRGPPVAMAV
PVPMAEPDLEIAMPPAPA*                                                             
>Sbic_04g002690                                                                 



MIWVLFIMQLASHGTQTEETMQSVPHCDHAEVLDSQPTSSQLNLIERSTEHLASSEIKPVSVDDDNENVDANEETHLVIQ
DVPQCRICLDNEGDDLIAPCRCKGTQKYVHRSCLDNWRSTKEGFAFSHCTECRAAFFLRANVPPDRWWLRLKFQLLVVRD
HTLIFFIVQLVVAFMGMVVYRVYGDELREMFGYEEHPYAFYAMATLAIVLVGLLYGFFIAIICGQRITERHYHVLAKQEL
TKEYIVEDLEGADQVPDLDPNHVTELKILGLY*                                               
>Sbic_04g023890                                                                 
MGDHVAVDVGELVASRVGEAAGLVSRGKEETEALIGMVECRICQEEDLAKNLESPCACSGSLKYAHRECVQRWCNEKGDI
TCEICHESYKPGYTAPPQVHHDETTIEISGGDWTISGNRLDLHDPRILAMAAAQHRLLEDEYDEYTTTNNNAAAFCRSIF
LILMALLLLRHTLTITNSDDEDDASAIFSLFLLRAAGFLLPCYIMAWAISIMQRQRQRQEEAMLLPTEVAIILHRNGRTM
QFAVAPPESPTSPQPEPIQ*                                                            
>Sbic_05g023550                                                                 
MAGDDHVVVDVDGLAKSKEAEVTKKPSEVANSPAAAAASPSAVVDLVHDEEEGGGEEEPLIQAAECRICQEEDSVKNLEK
PCACSGSLKYAHRACVQRWCNEKGDTTCEICHEEYKPGYTAPPRPQPDETTIDIDGDLIMDLRDPRILAVAAAQRRLLEA
EYDGYATTDASGAAFCRSAALILMALLLLRHALSISDNEGNDDDASTMFSVTFSAASCWVSAAVLHHGMDIQYFASQATK
TGGGCTGCSRGGLHPTVSQGARPPVCHRSRLPRHPAARASTAATAIVANNTTPVVPHDY*MAGDDHVVVDVDGLAKSKEA
EVTKKPSEVANSPAAAAASPSAVVDLVHDEEEGGGEEEPLIQAAECRICQEEDSVKNLEKPCACSGSLKYAHRACVQRWC
NEKGDTTCEICHEEYKPGYTAPPRPQPDETTIDIDGDLIMDLRDPRILAVAAAQRRLLEAEYDGYATTDASGAAFCRSAA
LILMALLLLRHALSISDNEGNDDDASTMFSLFLLRAAGFLLPCYIMAWIFSILHRRRQRQEEAALAAAEVAFILQSARGR
ALQFAIAPDSPATPQHEPAPQQQQ*MTRRRAVGRRSRSSRLQSAAYARRKIVSRISRNPVLAAAASSMLTELACNAGAMR
KETLLVKFAMRLYANLQEYKPGYTAPPRPQPDETTIDIDGDLIMDLRDPRILAVAAAQRRLLEAEYDGYATTDASGAAFC
RSAALILMALLLLRHALSISDNEGNDDDASTMFSLFLLRAAGFLLPCYIMAWIFSILHRRRQRQEEAALAAAEVAFILQS
ARGRALQFAIAPDSPATPQHEPAPQQQQ*MTRRRAVGRRSRSSRLQSAAYARRKIVSRISRNPVLAAAASRACVQRWCNE
KGDTTCEICHEEYKPGYTAPPRPQPDETTIDIDGDLIMDLRDPRILAVAAAQRRLLEAEYDGYATTDASGAAFCRSAALI
LMALLLLRHALSISDNEGNDDDASTMFSLFLLRAAGFLLPCYIMAWIFSILHRRRQRQEEAALAAAEVAFILQSARGRAL
QFAIAPDSPATPQHEPAPQQQQ*                                                         
>Sbic_05g023940                                                                 
MEEKASSPLIPPPSEIDLEAGGGGEQLQCRICLETDGRDFIAPCKCKGTSKYVHRDCLDHWRAVKEGFAFSHCTTCKAPY
YLRVHSHTDRKWRTLKFRFFVTRDILFIFALVQIVISALAYLVHFIDGYQQYWLRTAWGFDNEVSFYYICGALLFFALLG
LSGCFITCYDRRVRNDLAQPCRELCLCCCQPGMCADCHLPGTLCMWTDCTTCFEGCATTAGECGGCLGGAGEAGLPLLLI
MGVIVLGLFTVIGIFYSVLVATMVGQRIWQRHYHILAKRMLTKEYVVEDVDGERTDWCPPPLPAEHISQLKSLGLL*   
>Sbic_06g000460                                                                 
MEKKETPPMHSRDLQDEATAASVVSSEQRPRPHLCIDIPAEDHLPTPTHGGMSIITTPPSTRRGQQQTSSNIATTPVSSS
SSSRPSRPPLRSPSFMLRQTVKSLLPAGSFKSSAVSKLFSSGATKTKVMARTSSLPLDDALSSSQPQPQPPIQQKPGGAA
AAAAAVHHICRSQSLPMNMKKLNNGKSFKRMDSLGGMYRVVPSMTRTTPAVVPDIVPSDSGTTGGEDHDDDGGGGEDIPE
EEAVCRICMVELSEGSETLIKLECSCKGELALAHRDCAVKWFSIKGTRTCEVCKQDVQNLPVTLLRVQSIQQRDHPNRGG
GSTPRYDRYRVWHGTPILVIISILAYFCFLEELLVAHDGIAALAISLPFSCILGLFSSLTTTSMVARRYVWIYAAVQFLL
VVFFTHLFYRYLHLQAVISIILATFAGFGVGMTGNSIAIEILRWRARRVAPPTQQQARRHRRARAPPQQQQAAPASDSDH
QPSSQPSAADVGVGVGVGQHDAMAAAGDVENPPVPQAA*                                         
>Sbic_06g034120                                                                 
MGLKEQHPQLDQTERDAINSPASSVPNDDHHQGPGIPRVSSCSTDNDSGLPLCRVCHCVEPDLRGESALGFLGIAPPSPP
RTDTDSITTSSTSKSPEGEIFVCATDVESGPLHQQDHLVDLGCSCKNDLALAHYACALKWFVSHGSTTCEICGTVAANVR
PQDFNKVLASLKDYEALRERTSTGEISYLQHGPDTGVDPDAVAAIRRQRLSEISSWFNPHNSHVPVAQGHIDQPQPPLSP
TNNYVLEHNVVAAMPVHTRWSLESTGVFVATCLVVIILAWLVAPHVGKKAAVICLHMLLGGLCVLTVVISLRFVFPRIQY
GSMQYWAILFVSWFLVFGVWASRTRSARSS*                                                 
>Sbic_09g017110                                                                 
MEHEEELPSSSSSLGYLMQCRICHEEENEGRAIMESPCGCSGSLKYAHRGCVQRWCDEKGSTLCEICLQNFEPGYTMPPK
KTPAIETAVTISEHEDMQPLESPEGSIDGADYTRCSYAADQCATWCRSLAITFTIMLLAWHLVAVVTVEAADHCAFSLLT
MYLLRAAGILLPLYVVMRLIRIVQNGQRQYRLQLLEDQRRNASTI*                                  
>Sbic_09g022180                                                                 
MVGGGEHSSMDHHPDAEDLERGELRRDVPEFADGDDGDEVETQYFSDAEDRSWASHSRQDSTAYQDCISPCASARASSVD
ADADGDAAGEHCRKSSCVSEGSLEDVDLEAGLSEIIKASPEKAEQNCRICHLGLESTAAESGAGITLGCSCKGDLSYAHK
QCADTWFKIRGNKICEICSSTASNVVVLGDPEFSDQWSETGNVAAVQAPPAETRRFWQGHRFLNFLLACMVFAFVISWLF
HFNVPG*                                                                         
>Sbic_09g027740                                                                 
MADHFAVMAGRLLTESSLQSAIGEASAVPSTASTACDVPVQDGRQASGTVLVECRICQEDDDEACMEAPCSCKGSLKYAH
RKCIQRWCDEKGDTICEICLKQFVPNYTASSKLFQRGRNTIFFSAPGYIQARPDHSATSTSYGYDQTPAPTGVLCCRIIA
ITLMVLLVFRDALSVFLDDQDAYTVAMVTLLMLRTTAIVIPVYIILVAVTELLHRRRQRQMTSEHEGGESTQPQQHVISI
Q*                                                                              
>Sbic_10g027165                                                                 
MENSEGPSPDSGDRTAPVQDVDAQTTPGYNSRRPNLSLQIPARTLDTSVQTSTRVTISPSPSSTRVGLPPRPNSTRTKSS
IKNINPQNSFRARSSAQEGDRVVLLNPGTSSEGQQDNPTTARSFSFRKVISSLSAKRTHSLPVTPVGTTDKTASPANQLD
TLPTTSTEGVEAKIRRSLSVPGNRKNRSLRRADSIGVIRVIPTTPRSVPVDATTSNDVIEETIDVPENGGEDIPEEEAVC
RICFIELNEGGETLKMECSCKGELALAHQDCAVKWFSIKGNKICDVCKQEVQNLPVTLLRIPTQTANRRVANAAQQRAAQ



QYRFWQDIPILVMVSMLAYFCFLEQLLVTNLQSRALAISLPFSCVLGLLSSMIASTMVSKSYLWAYASFQFAIVILFAHI
FYNVLRVNPVLAVLLSSFTGFGIAISTNSLLVEYLRWRARRNHRLAQQAANAAQHQESGNDGANDNDGARQQGRDANSGN
NAV*                                                                            
>Osat_LOC_Os01g03100                                                            
MGDHLALLVDRLLTESTLDAAIRKQVADLQAETVAIDYCCDGDGDGGSARKMVECRICQEEDWDTSMEAPCACCGSLKYA
HRKCIQRWCNEKGDTVCEICLQQFKPGYTAPQQLFHYGSIPMNFRGNWEIARQDLHDSQIITMVPSERDFMDGYEDYLPI
RTRSSTLCCRTVAIIFMSLLVLRHTLPLMIGGDGEYSLALFSLLVLRTAGILFPILVMVRALATFHRRRRQQERREMYMT
SSDSEEEEDYSDTDPAQPIHSQTRLVPIY*MGDHLALLVDRLLTESTLDAAIRKQVADLQAETVAIDYCCDGDGDGGSAR
KMVECRICQEEDWDTSMEAPCACCGSLKYAHRKCIQRWCNEKGDTVCEICLQQFKPGYTAPQQLFHYGSIPMNFRGNWEI
ARQDLHDSQIITMVPSERDFMDGYEDYLPIRTRSSTLCCRTVAIIFMSLLVLRHTLPLMIGGDGEYSLALFSLLVLRTAG
ILFPILVMVRALATFHRRRRQQIT*                                                       
>Osat_LOC_Os01g19800                                                            
MERDEVCCSCAMRQCRICHEEEEEGCTAMESPCGCSGSLKYAHRGCVQRWCDEKGSTLCEICLQNFEPGYTAPPKKAQPA
HVAVTIRESLEVPRPSYEPEDTPLIGEQDYAECAGAAGRSATWCRSVAVTFTAVLLLRHLVAVVTVGAAHQYAFSLLTIY
LLRASGILLPFYVVMRLISTVQKGQRQYQLQLLQEQRRNAARMHRLHGQEEQNQHAILVR*                   
>Osat_LOC_Os01g42500                                                            
MQEPQRIHRDAGGYPAAAAETDPLLAHPPPPRSPAEIEDEEIEDEEIEAASAACCRICLESETEPGDELISPCMCKGTQQ
FVHRYCLDHWRSVKEGTAFSHCTTCKAQFHLRVECLEDNLCRKMMFRLFVARDVFLVFLAVQTVIAAIGGMAYLLDKDGQ
FRNSFSDGWEHILSNHPVPFYYCVGVVVFFVMVGFIGLIVQCSSFNTNDPCLAGCRNCCYGWGILDFPASIEACLALAVI
FVIVFAILGVAYGFFAATVAVQRILQRHYHILTKRELTKEYVVEDLRGCYTPPKMDPEQEQRLRTLQLM*          
>Osat_LOC_Os01g49280                                                            
MADHFALMAGRLLTESTLQSAVQEALAVASVKIVHDQPDLPVHEDVQDGKAKSGVMVECRICQEEGDESYMETPCCCKGS
LKARTFGVSSLMVNADNLSFPIDVLFLPAILTQQISLLSEYLLELVCHCLQYAHHACIQRWCNEKGDTVCEICLQQFTPN
YTAPLKLFRHGRNLISFRRSGERSDNIDTDRSQEHFAQTSDQAAGTSSFDSQNSSPKGVFYCRVVAISLMALLVLRDAIS
LILGDPEVYSIALFTLLMIRTAGIVIPIYIILVSVTTLLHRYRQHQAVHEATDSEPGGGEGLRPMPPPQHVISIQ*    
>Osat_LOC_Os01g53130                                                            
MRRDAAAVPTAAVASPPISVEAVVIDVEGDPAVPAGAACRICHLVPEGGVGPGSEVIRIGCGCKDELGAAHRHCAEAWFR
IKGDRRCEICGSDAKNIIGLEVKKFMEEWHGPRLANTRTTTQRESTCWRTQPFCNFLLACLLIAFMLPWFLRVNMF*MRR
DAAAVPTAAVASPPISVEAVVIDVEGDPAVPAGAACRICHLVPEGGVGPGSEVIRIGCGCKDELGAAHRHCAEAWFRIKG
DRRCEICGSDAKNIIGLEVKKFMEEWHGPRLANTRTTTQRESTCWRTQPFCFRPVSCLYIHQFLQC*             
>Osat_LOC_Os01g63150                                                            
MVNDGEQALTIAPAAAADSSAEPARHVGGGGGGGGGLAEESSDEDKGSQRFSDAEDHSWRSHSRQGSVALEDFISTCASV
RSGAGDADADGGGRRKSCVSECSLGDVDLEAGLAEISKASPDTAERNCRICHLGLESAAAESGSGMFLGCSCKDDLSCAH
KQCAETWFKIRGNRICEICGSTACNVVGIGDAEFIEQWNESSNTAASQMPASEPRRFWQGHRFLNFLLACMIYGAKNSSF
EEILDLELFQTGDCCAIPTIIQGVCRDIAIASDSRDISLLRASLMMVVNASFSSHGFGEGHHVAQLRDLARFLGFSCPEY
TGYSVDHVPPRCELSVYLYPRGGIHGAGLRPHHFTVARPTLQIAYQDLSWTALRRFAHDYSHRLGGSAFRQLPRLPSSHA
DARYPCPYNESRLVLTRMVELSEAQATQHDLLLEAYRSLARRYAALEARLAEEGVTSVDTVSWDSGRLCHASHLSSHSSR
GSARTPSGPRSPSLRAPYSPVYSPYPHPVSPSYTPGHTPVASSRRGPRFIRTARKRVVGSSTVFRFDYPAPPPPAARAAD
GSRQMASRPRRAARAPARFGFEEGRVEPGANHESANEQSHHSNRSHRTASRNAEVEQPRRSNRSHHTASRNAEMEQSHRS
HHAAGHNSGEERIPSPPHVENNMQHLMAVQTQILQGLAAAIAGFQHNAYGNGHPHMGNNRSKLTDFLRSRPPEFSQTVEP
VEADDWLKDVDRKLNLVQCTPVEKTLYASHQLRGPAADWWENYYNAHPEPTNIACDEFATAFRAAHVPESTIDMKKEEFN
RLKQGNNSVNEYLSQFNKLARYAPEEVDTDKKKIRKFLKGIAVGMRLQLLAHDFPTFQHMINKALLLEDARKEATEEYKK
RKSNHQGNSSRGAPRPRYGQPMQYHQLMGHYARQCPQNPTNTNSGHANGSTARTPTLAAAQSRPSSQASGQGSRASNNFG
RGRVNHIQAETAQDAPDVVMGMFSVNSVPAIVLFDSGAFHSFISQAFVKRNGWKTQNLRVPMIVHSPGRNIRATQICPEV
NLRIEEVDFLAKPIVLDSQSLDIILGMDWLAKHKGQIDCAERSITLQGPGGKQVRFTSNTPTASRSILTCLQVTSLESVP
IVCDYPDVFPEELASMPPDREIEFAIELAPGTAPIAKRPYRMAANELAEVKRQIEELESKGYVRPSSSPWGAPVLLVKKK
DGSERMVIDYRALNEVTIKNKYPLPRIDDLFDQLKGARVFSKIDLRSGYHKLKIRYEDIPKTAFSTRYGLYEFTVMSFGL
TNAPAFFMNLMNKIFMEYLDQFVVVFIDDILIYSKNEEEHAEHLRLIMGKLKDHQLFAKFSKCEFWLDRVAFLGHVISSN
GVEVDPSKVEAVLAWNPPKNVSEIRSFLGLAGYYRRFIEGFSKLARHMTELLMKEKKFEWSAACEDGFQEMKNRLTTAPV
LTLPDIRKDFEIFCDASRQGLGCVLMQERKVVAYASRQLRPHEVNYLTHDLELAAVVHALKIWRHYLIGNRCEVYT*   
>Osat_LOC_Os01g66970                                                            
MARTEKVAGDGCSGGGGGGGEGQVEVEVGVGMGMDGKGMIECRICQEEGDEGAMDSPCACTGTLKFAHRKCIQRWCDKKG
NITCEICNQVYSPNYVLPPTKCCSAEMDMDLRQSWVGRIDPHDSHFLAIAIAEQQLLQAEFDDCVSSNSSGATCCRTVVL
ILMLLLLVRHVVVFVRDVSMLQDATVLFSATLQFAGFFLPCYVIARSCYAFQHRRRRQGPPEPGWKHLLKTTQHHHRETR
GKACEEVTQTPFAWSLCERFGLISPPTRCSCRFRPWALVKLNCT*MARTEKVAGDGCSGGGGGGGEGQVEVEVGVGMGMD
GKGMIECRICQEEGDEGAMDSPCACTGTLKFAHRKCIQRWCDKKGNITCEICNQVYSPNYVLPPTKCCSAEMDMDLRQSW
VGRIDPHDSHFLAIAIAEQQLLQAEFDDCVSSNSSGATCCRTVVLILMLLLLVRHVVVFVRDVSMLQDATVLFSATLQFA
GFFLPCYVIARSCYAFQHRRRRQVYFLSYQCRYKQACHLG*MFIQLSLPDSVVKSMFSHAVLHLLRRMLMVCWSTAVGWM
QFAHRKCIQRWCDKKGNITCEICNQVYSPNYVLPPTKCCSAEMDMDLRQSWVGRIDPHDSHFLAIAIAEQQLLQAEFDDC
VSSNSSGATCCRTVVLILMLLLLVRHVVVFVRDVSMLQDATVLFSATLQFAGFFLPCYVIARSCYAFQHRRRRQV*    
>Osat_LOC_Os02g03950                                                            
MISVLFIMQLASHATQADEATELASSCDCAEVPASQQIVSESSTAGSSTEHLVSCEIKPLGVDEDIETIDANEETHLVIQ



DCPQCRICLDNEGDDLIAPCHCKGTQKYVHRSCLDNWRSTKEGFAFSHCTECRAAFLLRANVPPDRWWLRLKFQLLVVRD
HTLIFFIVQLVVALLGMLVYRFYGDELREMFGYEEHPYAFYAMAILAIVLVGLLYGFFIAIICGQRITERHYHVLAKQEL
TKEYIVEDLEGTDGVPDLDPNHVTELRILGLY*MISVLFIMQLASHATQADEATELASSCDCAEVPASQQIVSESSTAGS
STEHLVSCEIKPLGVDEDIETIDANEETHLVIQDCPQCRICLDNEGDDLIAPCHCKGTQKYVHRSCLDNWRSTKEGFAFS
HCTECRAAFLLRANVPPDRWWLRLKFQLLVVRDHTLIFFIVQLYTDFMEMNYEKCLVMKSIHMLFMQWQEYIVEDLEGTD
GVPDLDPNHVTELRILGLY*MISVLFIMQLASHATQADEATELASSCDCAEVPASQQIVSESSTAGSSTEHLVSCEIKPL
GVDEDIETIDANEETHLVIQDCPQCRICLDNEGDDLIAPCHCKGTQKYVHRSCLDNWRSTKEGFAFSHCTECRAAFLLRA
NVPPDRWWLRLKFQLLVVRDHTLIFFIVQLYTDFMEMNYEKCLVMKSIHMLFMQWQYWLLFWLVCCMDSS*         
>Osat_LOC_Os02g06920                                                            
MDSPGGAAAAAAAAESSNRAGEDAKSDGVSCQNSRRPNLSLQIPNRAFDDTLPTSTRIKISPSPNSARSGLPPRPNSTRT
KSSIRGIIPQRSFKAKSSLQDGDQTILLIPDTPSSSGQQVKATTSRSFSFTKVINSLSAKRTHSLPVTPVAASGPSSHEG
HADNLPSTVKNEVETQIRRSLSAPGNHDSKDLRRTASSGLIRVIPTTPRPVPVETVASNDGIEEAVDAPEDGGEDIPEED
AVCRICLVELNEGGETLKLECSCKGELALAHQECAIKWFSIKGNKTCDVCRQEVQNLPVTLLRIQIRTVNRQPRNGVQQR
AAHPHRFWKETPVLVMVSTLAYFCFLEQLLVADMKSRALAISLPFSCLLGIFSSILASTMATDNYLWAFATFQFAFLILF
AHIFYNLLKMGAVLAILLASFTGFGIAISLNAMLIEYLRWRLLRNQRLTQRRNHRHGQSGNNASNENTASNARQQGSGSD
QQSAEHG*                                                                        
>Osat_LOC_Os02g36740                                                            
MGDHVAVDVGGLMASRGAGEEETGALIGMVECRICQEEDLAKNLESPCACSGSLKYAHRECVQRWCNEKGDIICEICHVS
YKPGYTAPPQVHHDETTIEISSGDWSISGNRLDLHDPRILAMAAAQHRLLEDEYDEYTATNNNAAAFCRSIFLILMALLL
LRHTLTITSSDDEDDASAIFSLFLLRAAGFLLPCYIMAWAISIMQRQRQRQEEAMLLPTEVAIILHRNGRTMQFAVAPES
PTTPHPEQGQ*MGDHVAVDVGGLMASRGAGEEETGALIGMVECRICQEEDLAKNLESPCACSGSLKYAHRECVQRWCNEK
GDIICEICHVSYKPGYTAPPQVHHDETTIEISSGDWSISGNRLDLHDPRILAMAAAQHRLLEDEYDEYTATNNNAAAFCR
SIFLILMALLLLRHTLTITSSDDEDDASAIFSYHATSKTKTGRSNASTN*MGDHVAVDVGGLMASRGAGEEETGALIGMV
ECRICQEEDLAKNLESPCACSGSLKYAHRECVQRWCNEKGDIICEICHVSYKPGYTAPPQVHHDETTIEISSGDWSISGN
RLDLHDPRILAMAAAQHRLLEDEYDEYTATNNNAAAFCRSIFLILMALLLLRHTLTITSSDDEDDASAIFSGCWIFAAML
YHGLGY*MGDHVAVDVGGLMASRGAGEEETGALIGMVECRICQEEDLAKNLESPCACSGSLKYAHRECVQRWCNEKGDII
CEICHVSYKPGYTAPPQVHHDETTIEISSGDWSISGNRLDLHDPRILAMAAAQHRLLEDEYDEYTATNNNAAAFCRSIFL
ILMALLLLRHTLTITSSDDEDDASAIFSVS*                                                 
>Osat_LOC_Os04g01490                                                            
MTVIFLNNSFSYKLSMISGLFALHQFEIDSSSYPTLPSLLNEINGTSTATTVPLQGDPASDHHPHLSIDIPPAAASMSPA
PTQAAADITPTPTTSILSTKASTPAGSCSSRSTSVAPKPQRSSSFMLRQTVKSLLPVGSFKSSVKFFNARISRTSSLPVT
DVSQEQADKTSTTHAVDKAGHMYRSQSLPMNMKKLNNGKSFKRMNSLGGVYRVVPSTPSVPVTSSNVIPDIVPSEPGDED
GEDIAEEEAVCRICMVELSEGSDTLKLECSCKGELALAHKHCAMKWFTMKGTRTCEVCKEDVQNLPVTLVRVQSMQQPEL
QTNPANASRYDRLRMWQGAPILVIVSILAYFCFLEQLLVARDGIAALAISLPFSCILGLFSSLTTTSMVARRYVWIYATI
QFLFVVFFTHLFYRYLHLQAVISIILATFAGFGVGMTGNSIIVEIIRWRAARAAAAPPAQTRHRRRRHGRRQQQPPPAQP
AASSAAVADVENPPV*MDQQLHLQGTSTATTVPLQGDPASDHHPHLSIDIPPAAASMSPAPTQAAADITPTPTTSILSTK
ASTPAGSCSSRSTSVAPKPQRSSSFMLRQTVKSLLPVGSFKSSVKFFNARISRTSSLPVTDVSQEQADKTSTTHAVDKAG
HMYRSQSLPMNMKKLNNGKSFKRMNSLGGVYRVVPSTPSVPVTSSNVIPDIVPSEPGDEDGEDIAEEEAVCRICMVELSE
GSDTLKLECSCKGELALAHKHCAMKWFTMKGTRTCEVCKEDVQNLPVTLVRVQSMQQPELQTNPANASRYDRLRMWQGAP
ILVIVSILAYFCFLEQLLVARDGIAALAISLPFSCILGLFSSLTTTSMVARRYVWIYATIQFLFVVFFTHLFYRYLHLQA
VISIILATFAGFGVGMTGNSIIVEIIRWRAARAAAAPPAQTRHRRRRHGRRQQQPPPAQPAASSAAVADVENPPV*    
>Osat_LOC_Os04g59580                                                            
MGLKVEDDPPSSGSVADADDSTDRLCRVCHCVEPDLRGHSALAFLGILPPPSSPDEDADDVATATATNNNVLEFVSPRGE
IFVCTAATTDLESGPLHHHHHLMDLGCSCKNDLALAHYACALKWFITHGSTVCEICGHVAVNVRPADFNKVLASLKEYEA
LRERTSTGDLSYLHYGADSGVDPDAVAAIRRQRLSEISSWFNPQNSHLAISQGQTEQTPASPSNNSIHHGAVVTTVVHTR
WSLEGTGVFLAIGLGVIVLAWLVAPHVGKKAAVICLHMLLGGLCALTIIISLRFVFPRIQYGSMRCWAILFVFWFLVFGV
WASRTHSIRSS*                                                                    
>Osat_LOC_Os05g11720                                                            
MAVIAAAGGEGDAGVIAHVVVDVDESCAAAADDDDRSRRPSTGCRICHLGGGGDGEMAAESGSGRLVRLGCGCRGELAAA
HRRCAEAWFSVRGNRRCEICGETAENITGWGGGGKEFMKRWHATAGVDVEGSSKACSGFCKSHSLCNLLIACLIIVIVLP
WLLHNHVL*                                                                       
>Osat_LOC_Os05g28730                                                            
MEQHELSSSSSSSEPSSPSFSSSSSSSSSSSLLRQCRICHEEEDEWCAAIESPCGCSGSLKYAHRGCVQRWCDEKGSTLC
EICLQNFESDYTIPPKKVQVVETAVTVRDEEMLPEELSQEDQEQYAGSEAQTGNGDCSSWCRSLTITFTIMLLVWHLIAV
VTIEAADHCAFSLVTIFLLRAAGILLPFYAIMRMVRMIQQGQRQFRLQLLQDQRRRNASNLHSMSGQEQHQQLVINVH* 
>Osat_LOC_Os05g37900                                                            
MAGGGGQSAIAAEDDDLERGAERDEEEEEGSQYFTDAEDHQSWASHSRHNSTAYEDYISTCASVRASSYDGEAEEEEDAG
GGGGGVEHHRRKSSCVSECSLDDVDLEAGLAEVIKGSPEKAERCCRICHLGLETAAAESGAGITLGCSCKGDLSYSHKQC
AETWFKIRGNKICEICSSTACNVVGIGDSESVEQWNESNSTAPAQAPPAETQRFWQGHRFLNFLLACMVFAFVISWLFHF
NVPG*                                                                           
>Osat_LOC_Os05g47900                                                            
MADHFAVMAGRLLTESTVQSAIDEASAAAMPSSVIASEHNDVQDEREKSGVLVECRICQEEDDQTYMETPCSCRGSLKYA



HRKCIQRWCDEKGDTICEICLQQYTPNYTAPAKLFQHGRNSIFFRTPGYIQAQVMQNTDRSAAASTSYDPELPNPKGVIY
CRIVALTLMVLLLLHDAISVFLGDHDAYTVAMITLLMLRTAGIVIPVYIILLSLTELLHRRNQRQISDAAAAVNINQQAP
QSPRRQHVISIQ*                                                                   
>Osat_LOC_Os06g23274                                                            
MAQQAKEVNTNRSRCGSSISMRMEGDRNGALAMLSISSSSARYGNDHQELASAAAAFRESAGDPRKLSSGMSSRLLPARS
MRSTGAGDDGEVAAAPVAGARSLSFSKLFSFRIANAARCSSSLDFDHPLPSDAASSDHISANDETTATKTKTKTKAKHAS
DHMNISRSQSVPMSTLSRFSSKGGGGSKRVADSSSLRIHDGGSVRFRVSVIGASPPDGNADAAAAAGEEEDDAGSVEAEE
EALVCRICMVALSEDGASGGGGGTLKLECRCKGELALAHGDCAVKWFSIKGNATCDVCNHEVLNLPVTLRRVHDRQQLVY
EAAAAAAAAAAAAAGDDIAGGNRRGGYSYGRVWRGTTILVIVSMLAYFCFLEQLLVGDHGTAALAISLPFACVLGLFSSL
TTAKMVSRKYVWIYSAVQYLFIVLFTHLFYRYVRLQAVIAIILSTFAGFGVAICANAILLQIIRWRARRASMSAAQEEEE
ARRAPTQADLENALPPP*                                                              
>Osat_LOC_Os06g43210                                                            
MADVAADRPPAAEQEEARPPSSTAAVAEEDEEEEEGDVCRICRNPGDDEHPLRYPCACSGSIKFVHQDCLLQWLDHSNSR
QCEVCKHAFSFSPVYADNAPSRLPFQELIVGVGMKACHVLQFVLRLAFVLSVWLMIIPFITYWIWRLTFVRSLGEAQRLF
LSHISAQLILSDCLHGFLLSAIIVLIFLGATSLRDYIRHLRELGGHDAERDDGGRERHGARAVRRLPGPNNRVPAADGNV
DELAEAQGLGAGELLRRNAENVAARLERLEAQVEQMLDGLDDADGAEDVPFDELVGMQGPVFHLVENAITVLASNAIFLI
VVIFVPFSLGRIVLYYLSWFFSSASSPMLARMMPFTETAISLANDTLKSALNAVKNLSADSHNEGVIGHVIEVVTQSLKI
NATGLTVMQASGKSSLIKGTAIGSSYLSDLTTLAVGYMFIFCLVFLYIGSLALLRYARGERFTIGRLYGIATILEAIPSL
CRQFFAGMKHLMTMVKVAFLLVIELGVFPLMCGWWLDVCTLKMLGATIAQRVEFFTMSPLASSSIHWLVGIIYMLQISIF
VSLLRGVLRNGVLYFLRDPADPNYNPFRDLIDDPVHKHARRVLLSVAVYGSLIVILVFLPVKLAMRVAPSIFPLDITIFD
PFTEIPVDVLLFQICIPFAIEHFKPRATIKALLRHWFAAVGWALGLTDFLLPRHEENGGQENWNGRAGRDRVHGGREMVA
PQLEQRMIQHVADNLNGRGNANDSNEVAEESDVDDQGDSEYGFVLRIVLLLVLAWMTLLIFNAGMIVIPISLGRLVFEAI
PRLPITHGIKCNDLFSFSIGCYIIWSAAAGTRYAIDYIRSRRLAFLVQQICKWCSIVVKSSALLSIWIFVIPVLIGLLFE
LLVIVPMRVPIDESPVFLLYQDWALGLIFLKIWTRLVMLDQMAPLVDESWRTKFERVREDGFSRLRGLWVLHEIIMPIVT
KLLTALCVPYVLARGVFPVLGYPLIVNSAVYRFAWLGCLIFSALFFCGKRFHVWFTNLHNSIRDDRYLIGRRLHNFGEDS
LHSSEPGTTTASDDDEHEQALIPRDQEGELGLRFRRHIMRGNQPRMAA*                               
>Osat_LOC_Os06g46366                                                            
MDKAEEGQSSEPADSAAPAQDDSVQTASGHNSRRPNLSLQIPARTLDNQIGTSARINISPSPSSTRAGLPPRPNSTRTKS
SLKSIIPQQSFRARSSAQEGDRAILLVPGTPSEGQQDNTSTLRSFSFRKVINSLSAKRTHSLPVTPIATSDKTSSPANQI
NNLPTTDDQDVQARIRRSLSVPGNRKNRSLRRADSLGVIRVIPTTPRPIPVNTTASSDGIEETVDVPGDGGKDIPEEEAV
CRICLVELNEGGETLKMECSCKGELALAHQDCAVKWFSIKGNKICDVCKQEVQNLPVTLLRIPTQTANRRVTNGAHQRAS
QQYRFWQDIPILVMVSMLAYFCFLEQLLVTDLLSHALAISLPFSCVLGLLSSMIASTMVTKSYLWAYASFQFAIVILFAH
IFYNVLKVNPVLAVLLSSFTGFGIAISANSMLVEYLRWRSRRNQQLAQTVDDGQRQEPGSNAVNENNGDRQQAQHRESGD
NIV*                                                                            
>Osat_LOC_Os08g01040                                                            
MASPPPPLGSETAISPAYGEEEEEEEEEQCRICRVPAEAGRPLRHPCACRGSIRFVHDDCLLRWLATRRTSHCEVCKRLI
STCPLYAANAPARLPLSEFMLGLANKLMGWFFLLLSLLAAMYIWEFVMPFTTLWIWRLALARSFARVRHLLSLRIFAHAH
GHGAPLYGLMPSPDAVFACVSIRRAFLRDLPHFRDLNPLARFAAHALAPFALWIARLETRLDRRFGGLDSLQVIALHTVE
ASLMVVLLDVMLACVFGFIPFSLGRIILFCTSCFSFGNMDRVHSYTSTSSILLVGYGFIFSLGVLFTGFHTFDQYSRGEH
LTIAVFFKVLTNGMYRLFSPLRRLPGIHVMVQMALSFLRLFFRGIINLVTVANISVNLINVIAIWPLFFGWSVDICASQL
FGETIYQKLELLFASSFASTALHWLIGCIYLMLLSIFSSPLCLVLGPGVTIPFVHFSGEESLIQLFREPFYKFSLKLLPG
LFVSAVDVAMVILVPVQIAGQLAPKVFPLDITYFDPPTKGSAFWQAPRNYAELLSGALLLRFLICNTLKYLQPGPLLQKL
LLYWSATTRRVLGLLDLLIAWSAGDGECEDGNGSTRKFHHGSTSEDEYKR*                             
>Osat_LOC_Os08g29590                                                            
MRMDRNEEEMVTNDSDPLLKRENEEAESSSQLTPPKPATLSALEIEDEETDGSSAGCCRICLETDSELGDELISPCMCKG
TQQFVHRSCLDHWRSVKEGFAFSHCTTCKAQFHLRVETWEDNSWRKMKFRIFVARDVILVFLAVQLTIAMIGAISYFLDR
DGSFRNSFSDGWDRFLSKHPIPFYYCIGVVVFFVLLGFFGLILHCSSFNDNQDPCLAGCRNCCYGWGVLDCLPASLEACF
ALVVVFVVVFAILGIAYGFLAATMAVQRIWQRHYHILTKRELTKEYVVEDLHGSYTPPKLDPEHEERLKMLKLL*     
>Osat_LOC_Os08g33860                                                            
MKDHLMLNVSNLPESVEATEAAMNLPSGGVSLPPLSTTHTLLSVRESMGAEEEPLIQTVECRICQEEDNISNLESPCACT
GSLKYAHRACVQRWCDEKGDLTCEICHEPYKHGYTALPRAHPDETTIDISGGWTITGTAFDLHDPRIIAMAQNHIMEADY
DDYSVTNASSAAFCRSAALILMALLVLRHVLVLTDEDEDDASSMFLLFLLRVTGFLLPFYIMAWAINILQGRRRRQVAAA
LAATEVAFILQSGQRRGMNFTIAPDSPATPQHEPIP*                                           
>Osat_LOC_Os09g24650                                                            
MKDHLMVNVDDLMAPECFETTGAAKNSSGEAAAQAPTTVHTFLAVGESMAPEEEPLLQLVECRICQEEDSIKNLESPCAC
TGSLKYAHRACVQRWCNEKGDVTCEICHEPYEHGYTAPTRPHPDETTIDISGGWTITGTAFDLRDPRILAVAQNHIMEAE
YDDYSATNASTAAFCRSAALVLMALLLLRHALTLTDEDDDDTSAMFSLFLLRAAGFLLPFYIMAWAVSILQRRRQRQEAA
ALAATEVAFILQSGQGTGVHFTIAPDSPTTPQHEPQP*                                          
>Osat_LOC_Os11g38800                                                            
MGDHVVVNVEGLGNDGGAVEKPSEAVNSSVVAAASLSTTVDTVEEGGGEEEPLIQAAECRICQEEDSIKNLEKPCACSGS
LKYAHRACVQRWCNEKGDITCEICHEQYKHGYTAPPRVEPDDTIIDIGGDWARDPRIIAVAAAQRRLLETEYDEYAGTDA
SGAAFCRSAALILMALLLLRHALSISDNEGDDDASTMFSLFLLRAAGFLLPCYIMAWIFSILHRRRQRQEAAAIAAAEVA



FILQSAQGHALQFTIAPDSPATPQHEPQQQQPQPQPQQ*                                         
>Osat_LOC_Os11g39130                                                            
MGEQPARGAASSASESSPLIPPPSEIDIEAGAGDQFQCRICLETDGRDFIAPCKCKGTSKYVHRDCLDHWRAVKEGFAFS
HCTTCKAPYYLRVHVHTDRKWRTLKFRFFVTRDILFIFALVQFVISALAYLVHFIDGLQNYWLRTAWAFDNEVSFYYICG
ALLFFALLGLSGCFITCYDRRVRNDLAQPCRELCLCCCQPGMCADCHLPGTLCMWTDCTTCFEGCATTAGECGGCLGGAG
EAGLPLLFIMGVIVLGLFTVIGIFYSVLVATMVGQRIWQRHYHILAKRMLTKEYVVEDVDGERADWCPPPLPSEHVQQLK
SLGLL*MGEQPARGAASSASESSPLIPPPSEIDIEAGAGDQFQCRICLETDGRDFIAPCKCKGTSKYVHRDCLDHWRAVK
EGFAFSHCTTCKAPYYLRVHVHTDRKWRTLKFRFFVTRDILFIFALVQFVISALAYLVHFIDGLQNYWLRTAWAFDNEVS
FYYICGKLLYHIKLVISCT*MGEQPARGAASSASESSPLIPPPSEIDIEAGAGDQFQCRICLETDGRDFIAPCKCKGTSK
YVHRDCLDHWRAVKEGFAFSHCTTCKAPYYLRVHVHTDRKWRTLKFRFFVTRDILFIFALVQFVSPSRYSLLVLDCLYSN
E*                                                                              
>Smol_XP_002993352                                                              
MKLDTSAWTHLRADTSARERAGAGAFMSPPKNNSRGLRHELPATITASYQLIKTADVENSAIKSLMPCQEQSSRGDVSEA
VCRICLVELSEGESFRMDCCCKGDLAAAHSDCAAKWFTIRGKSSCDICGHTVKNLSPLLDSSRRSFRSLDDGPQRQQLEE
DYELIRSISWIEVLAVYLSCALASLWRKLEELSEFP                                            
>Smol_XP_002990174                                                              
MPMKRSSSADLDLEAGPGEQPQCRICLESDGRDFIAPCRCKGSSKFVHRACLDHWRSVKEGFAFAHCTTCKSPYHLRVLQ
APADRKWRQLKFRFFVTRDILFIFAAIQVITSALAYMVYLIDYRQKEWMRLAFGFESLYKFYYICGAFLFFSLLGLSGCF
LTCYDRRVRNDLAQPCREVCMCCCHPGACADCHLPGTMCMWTDCTACFEGCAATMGECGTCLSGAGEAGAPVLLVVGLAV
LALFAIVGIFYSVLVATMVCQRIWQRHYHILAKRMLTKDYVVEDLDGESLGPDWTPPPLPPDHVQHLKSLGLL       
>Smol_XP_002989378                                                              
MKSPTYSPILLYPCGHTFCAKVCTNRIINGDLLVLRLGQCLEIHTVTNRKKTCPYCRQRIVSQALNLSLQKLINNFVALQ
KNPAPAHQSFDPGAQSQYGEKLRQAETRSRILQCALANSVEAKAKLARDIADAQRKVVQLESREQETKVRLEKVNLEYHR
VLSEMRENQDNLATLQKYQDEETAKVNLIQETLKNLRKEYLLMEDAVAPQAQASPPLPPQVLVLIKEESLHHENERSPKE
SAESSSPVVVIITVQEQQPSCSYDSSKPQEIATAASSAQQQHNHELVCRVCQLGSPEVRGELMELACVCKDDLAVAHRRC
AEAWFQIRGNRRCEICGKIVTNITVKRGMWSRVTRIINPEVEPSRHPHCNVLVTLFTMAILLPLFVRLAIYR        
>Smol_XP_002987283                                                              
QRQCRICLECGGSDLIAPCQCKGTQKFVHRSCLDNWRAVKEGFAFSHCTECRSVFQMRVNRPPDRWWLRLKFQLLVCRDH
TVIFVLVQVVVILLGALVYAIYGEELKEMFGYDEQHAYGFYALAVLVLILVGLLYGFFIAIICGRKITNRHYHVLEKQDL
TK                                                                              
>Smol_XP_002984472                                                              
MAAPKSLSDDEEQGLGCAPSCRICLECDSGEPGDELISPCMCKGTQQFVHRSCLDHWRSVKEGFAFSHCTTCKAQFHLVP
EIPEDYSWRKLKFKLFVARDVFLVFLAVQSTVAFLGALAYLMDSDGQFRESFNVGWDKILSQHPVAFYYCLGVVVFFVIV
GVGGLIVHCSSASHHDSFLADCRYCSGCYIMDCFPASMEACGAFLVIFVILFVILGVAYGLLAATMAIQRIWQRHYHILT
KRELTKEYIVADLHGEYVPPQLSAEDEERLRSLKLL                                            
>Smol_XP_002982635                                                              
MEPACRCSSKTSFSIFPIDQRQQQHHHQDHSPSPPLLKSQQDECRICLEEDEAGNLEIPCSCCGSLKYAHRKCVQCWCNE
KGDTICEICQQPFKGYTEPVRPAAPVALPDDHSRNVEWRSHYQLDPRIMAMAAERNFIQEIDDYAAANASGAACCRSTAV
ILMALLLLRLTLALGAAGSDGDASTFFTLFFFGAAGFLLPCYIMARAMNILRRRRQQQLGMELYLGCQKPPNSRSITISV
ASYSISQLACICPGMKRFWRTYLARFGHHHQSIRTFVLTRKYVPALVNLNEDEGRSTLSLTAVDLDTTSSSDNENDDVPQ
AFHSFLESVGFATPAAFATRLQLKILETKTTSYLTNLKEDKQDLVLEVNYRLGTKASKASNVTQVTVFHLRQYFMHSQWL
HMEDGVHWKSNPS                                                                   
>Smol_XP_002981153                                                              
MEDHVALDIERLGACLGDSHFQKNGTSSPLLMQNQFFHLQQHHHHQDHSAKPPSPPSLKSQQDECRICQEEDEAGNLEIP
CSCCGSLKYAHRKCVQRWCNEKGDTICEICQQPFKGYTAPVRSPAAPVALPDDHSRNVEWRSHHQLDPRIMAMAAERHFI
QEIDDYAAANASGAACCRSAALISFYLGSQLMALLLLRHTLALGAAGSDDDASTFFTLFFLRAAGFLLPCYIMARAMNIL
QRRRQRQEWSTTSAARSLQILDPSPSQSQRIPFLNLLASARG                                      
>Smol_XP_002981152                                                              
MEPACRCSSKTSFSIFPIDQRQQQHHHQDHSPSPPSLKSQQDECRICLEEDEAGNLEIPCSCCGSLKYAHRKCVQCWCNE
KGDTICEICQQPFKGCTEPVRPAAPVALPDDHSRNVEWRSHHQLDPRIMAMAAERNFIQEIDDYAAANASGAACCRSTAV
ILMALLLLRLTLALGAAGSDGDASTFFTIWPDLDTTINLLELLYLRANTYLRCTLSLTGVDLDTTSSSDNEIDDVPQAFH
SFLESIGSTPAAFATRLQLKILETKTTSYLTNLKEDKQDFVLEVNYRLGTKASKVSNVTQVTVFHLRQYFMHSQWLHMEV
GVHWKSNPSYPYTRIPGKTRNYSSTRNKKFGKKIEDVKNGIEKDVVVFAQEWHEYGNVWHKVFMQPFFHLWPMAQAKKQE
LEFAK                                                                           
>Smol_XP_002978158                                                              
EDEEDVCRICRTSGEDGSPLYYPCACSGSIKYVHQECLLQWLNHSNAKQCEVCKHQFSFSPVYAEDAPTRLPVTELVYGM
VAKAGRGLRFFSRLVLVLSVWLLFIPFTTFWIWRMTFVRSLGDAQKLFVTRFLTPAFLFADCLNGFLISAGIVFIFLGAT
SLREYFRHIREVAGQEADRQQHAPPANGDGGAGQGQGLAAGAGEIIRRNAENVAARIEAHVEQMFEADDPDGAEDVPFDE
LVGMQGPIHHLIENAVTVLASNAIFLGIVAFVPFTIGRIFLSVLNLGKAPARSEGPVEVVAKAVAVYDAMAEVFVTAIQL
SDAATVAVGYGVIFLLLSFYLGLILLVRYGRAEAAPSLFRHIIGCVRYVATMLKVAFLLVIELGVFPLVCGWWLDVCTLA
MLKVSFAQRVAFFWASPLTSSLLHWLVGIFYMLQISIFVSLLREVLRPGVLYFLRDPADPNYNPFRDLIDDPLHKHARRV
LLSVVVYGSLIVLLVFVPVQVATHLAFSVFPLDIRVSDPFTELPADMLLFHICIPFALEHFRPRATIKAVLFYWFSVVGK



ALDLYEYLLPRPEDTNRGNGNAVAEQAAPPPAANGETDADEERLDTGEYKFAVRIVLLLLGAWLTMLVFNSSLIVLPVSV
GRAIVTSFSRLPITRAVRYIVNYLRTHDMWVLFMQVLKWSAIVSKSVVLLSLWVIVIPVLIGLLFELLVVVPLRVPVDES
PVFLLYQDWALGLVLLKIWTRLAMAGQATLLTDESWRRKFEQVKADGFSRLRGWWVFQEIVAPVLVKLLTALSIPYVAAR
GLFPALGLSILINSAVYRFAWAGSLMLLTGWYGLRQLRQLFLDVHNAIRDDRYLIGKRLHNYGEPSKA            
>Smol_XP_002978063                                                              
MNFGAALAPVDTPCLLLSTRRGLPSFVSTDLLPELHPDARVLHVNPVHFLEGPPVSTIHEIGGGHKLLNLQGNALVSLAR
DSIVSEPDGEGNTKLGAAFNTSSGRRVIGPAKYMELVNALKPNVWASIADELPTWVSQRRNKLSVDRTLQWLDKCLGLQS
VGENTSFGTIVGGFFIGGFGLGESPEDRLTLLQSVTDCLPKDLPRIISGLGMPEEILQAVSTGVDIFDSTYPHTLTKGGY
AMTFPLSMDEKPWKFSLEDGAELGADFTKINLRSIAYRCDVTPLKPGCTCYTCQKHTRAYINHLLNTHEMVAQTLLDMHN
IHHYLSFFQAIRDAICGSYFEEFQHWFIGQRRYCESERPEVHTHTRRERNLDLSSDKTVMISEPEENETRQARKSEVEQC
SQDFVAVDVDETAPSAIKQELERLHERRPDSLESNGAAEGRVCRVCHLPLEADVSIELGCSCKNELAVAHQRCAATWFTI
KGSKTCEICGRAAENVSFDRAIARRPDHLVMSVELNVEMQEENSYTVKRALCNLLLSLCVVIPFLPWLFRGARSQGRSTL
QQQGQSRNLLCLAFVFGSLWTKQDRDFNRSVRKACCTHVLFRDTEEMHGIYVVGLKLIMRLFLSLYAEKEFQISPLGREG
FMGDSRQENATDLQHAVEELDERKEKIGRSPSQELESTSLSLPAPSIGDVSAGSKAQDPEGGFVAIEIQSLSTNPPPPPT
KGGFEEHKPPQPLGGGDEEDARICRVCHLSLGLKRSSDHEEDPGDPVDEGIASSPIELGCACKDDLAFAHRRCAETWFKI
KGNRNCEICGQLAHNVAAGADDSSCGRHSDEQSDSIFERAGDPHRPRSFWQHRPICNFVLAFIVVILLLPWLFRIRLF  
>Smol_XP_002971681                                                              
MASSSSSTDTSPLVTSRSAQSSEQVLCRICLDSTGHDLIAPCRCRGTQKFVHRSCLDSWRAAKEGSAFSRCTECRATFHL
RANVPHDRWWRRLKFQLLVMRDHAAIVLAAQLVVAFLGLVVYLLYGRELKEMFGYSRHPYGFYSLAVVVALLSGLSYGFF
VSIICGQRISNRHYHVLAKRELSQEYVVQTINDGEEAPPSLDPVHVNELKRLGLY                         
>Smol_XP_002971090                                                              
MERKVCPEEDGVATQDEDSSTVVIKETTFDDKRLQAVETVEKAETRVAVESFDSATTTASGPSTSGDHPSGGDSNAEIGS
VEVVVIPVHGGEDVGGGTTAADRSGVPSKPGEEQGIFRCPSSFSTDSFADCCRICQQHAEEPLIELGCHCRGELSRAHRS
CIEQWFGNKGTNKCEICQHVAENVPAPPVQVAPHFWVWRLGINRGSRNYTQRRSGGARFHPLWAALLILIAGLLFDVLIS
IFLGASALPVNIIIGVLVVLGIGTAARLVVECWHERGLRRNIRRIETSLANLQGDGALQAQSNLVAQSAVRPLS      
>Smol_XP_002966474                                                              
TVECRICQEEDDVGNLEAPCACSGSVKYAHRKCVQRWCNEKGDTTCEICQKPYQPGYTAPPRPVEPEGTPIDLSGNWGIT
GPHQLDLRDPRILAMAAERHFLDSDYDEYASANASSAACCRSAALILMALLLLRHALAMASSGADDDTSALFTLFLLRAA
GFLLPCYIMLRALSILQRRRQQQ                                                         
>Smol_XP_002963306                                                              
MIWAGFAYAAGAAIGHSCIDASRKWASQRFSDRELVALVALLDALLLSSMALLSGGFDLFSLTRLDTEYVAALLVTAAIK
ALVGFMYQRALHVSPLSVTVPYLAFTPVLLVFTSYVIINELPSSQGLMGIVVVTLGGYFLALDHPAEVEVKKSDEPPGKI
VSVLPLLPWNSSKACDKVPKFSTDGDGVVLDLSEKNSPPVAIPGGNSSWWPQIQWEEGTLLMLGVAALLSISNSLDKMAG
HLAPSLLNFAALQRGFTAVPVVLYLLVTSLADSCVNALPPPPPSISNTPGAATPRSNFSLMRLLTPRSARTVSLPLRFTL
SSSSSASPSSSSSTGAAAGKQIKRSKSALDGHQKEKKLTRLYSGTFLVKPTTPRPHPRETSQADDGAQDTDHANDTQDGE
DEEIPEEEAVCRICLCDLGEEGKTLKLECSCKGELALAHEECALKWLQQNQNNINAETQVLQQAQMAQMSALNRIWHDVP
VLVMISMLTYFCLLEQLLVRRKGPRALMLALPFAVMFGMLTAITASTLVRRRCMWLFAIFQVGFVILFAHVFYSWMKLNP
ILSISLAGFAGFGLSMIVNALLLECWSCRTRAARQEDASQDIV                                     
>Smol_XP_002963304                                                              
DLKVSKLLDGEAEEIPEEEAVCRICVCDLGEEGKTLKLEFSCKGELALAHEECALKWFGIRGNRECDVCGQEVVNLPVTL
VRLQQNQNNINAETQIPWCSSRIWHDVPVLVMIIMLTYFCLLEQLLVRRKGPRALMLALPFAVMFGMLTAITASTLVRRR
CMWLFAIFQVGFVILFAHLLFQSMIQMKLNPILSISLAGFAGFGLSMIVNALLLECWSCRTRAARQEDASEDIV      
>Smol_XP_002963302                                                              
DLKVSKLLDGEDEEIPEEEAVCRICLCDLGEEGKTLKLECSCKGELALAHEECALKWFGIRGNRECDVCGQEVVNLPVTL
VRLQQNQNNINAETQVLQQAQMAQMSAPNRIWHDVPVLVMISMLTYFCLLEQLLVRRKGPRALMLALPFAVMFGMLTAIT
GSTLVRQRCMWLFAIFQVGFVILFAHVFYSWMKLNPILSISLACFAGFGLSMIVNALLLECWSWRTRAARQEDASQDIV 
>Smol_XP_002963299                                                              
DLKVAKLLDGEDEEIPEEEAVCRICLCDLGEEGKTLKLECSCKGELALAHEECALKWFGIRGNRECDVCGQEVVNLPVTL
VRLQQNQNNINAETQIPWCSSRIWHDVPVLVMISMLTYFCLLEQLLVRRKGPRALMLALPFAVMFGMLTAITASTLVRRR
CMWLFAIFQVGFVILFAHVFYSWMKLNPILSISLAGFAGFGLSMIVNALLLECWSCRTRAARQEDASQDIV         
>Smol_XP_002962423                                                              
MVANILTKPLDKSTFQGLRKMLGMEPDKYPPILQHSTIGVLPKRLVIAIFHLSMVENHTLQRSKPSFTIGNDPGTISNPG
LLEFKLGDIPCLPGSIVSAVGRSYGDQDMADSDAPWPLLRHDAPAIACSLAAEIESNTCPICFELMKSPTYSPILLYPCG
HTFCAKVCTNRIINGDLLVPRLGQCLEIHTVTNRKKTCPYCRQRIVSQALNLSLQKLINNFVALQKNPAPAHQSFDHGAQ
SQYGEKLRQAETRSRILQCALANSVEAKAKLARDIADAQRKVVQLESREQETKVRLEKVNLEYHRVLSEIRENQDNLATL
QKYQDEETAKVNLIQETLKNLRKEYLLMEDAVAPQAQASPPLPPQVLVLIKEESLTASPHHENERRPKESAESSSPVVVI
ITVQEQQPSCSYDSSKPQEIATAASSAQQQQHHELVCRVCQLGSPEVRGELMELACVCKDDLAVAHRRCAEAWFQIRGNR
RCEICGKIVTNITLKRGMWSRVTRIINPERKKLFTWNADDSTLQVSGNREKGERTNWDTQPSKNARDVIE          
>Smol_XP_002961996                                                              
MERKVCPEEDGVATQDEDSSTVVIKETTFDDKRLQAVETVEKAETRVAVESFDSTTTTASGPSTSDDHPSGGDSNAEIGS
VEVVVIPVHGGEDVGGGTTAADRSGVPSKPGEEQGIFRCPSSFSTDSFADCCRICQQHAEEPLIELGCHCRGELSRAHRS
CIEQWFGNKGTNKCEICQHVAENVPAPPAQAAPHFWVWRLGINRGSRNYTPRRSGGARFHPLWAALLILIAGLLFDVLIS



IFLGASALPVNIIIGVLVVLGIGTAARLVVECWHERGLRRNIRRIETSLANLQGDGALQAQSNLVVQSAVRPLS      
>Smol_XP_002992513                                                              
MEIEEAPSPRADDPSGDAAAAIPLMPMKRSSSADLDLEAGPGEQPQCRICLESDGRDFIAPCRCKGSSKFVHRACLDHWR
SVKEGFAFAHCTTCKSPYHLRVLQAPADRKWRQLKFRFFVTRDILFIFAAIQVITSALAYMVYLIDHRQKEWMRLAFGFE
SLYKFYYICGAFLFFSMLGLSGCFLTCYDRRVRNDLAQPCREVCMCCCHPGACADCHLPGTMCMWTDCTACFEGCAATMG
ECGTCLSGAGEAGAPVLLVVGLAVLALFAIVGIFYSVLVATMVCQRIWQRHYHILAKRMLTKDYVVEDLDGESLGPDWTP
PPLPPDHVQHLKSLGLL                                                               
>Smol_XP_002989200                                                              
QRQCRICLECGGSDLIAPCQCKGTQKFVHRSCLDNWRAVKEGFAFSHCTECRSVFQMRVNRPPDRWWLRLKFQLLVFRDH
TVIFVLVQVVVILLGALVYAFYGEELKEMFGYDEQHAYGFYALAVLVLILVGLLYGFFIAIICGRKITNRHYHVLEKQDL
TK                                                                              
>Smol_XP_002987453                                                              
DLKVSKLLDGEDEEIPEEEAVCRICLCDLGEEGKTLKLECSCKWKLALAHEECALKWFGIRGNRECDVCGQEVVNLPVTL
VRLQQNQNNINAETQIPWCSSRIWHDVPVLVMISMLTYFCLLEQLLGPRALMLALPFAVMFGMLTAITASTLVRRRCMWL
FAIFQVGFVIRFAHVFYSWMKLNPILSISLAGFAGFGLSMIVNALLLECWSCRTRAARQEDASQDIV             
>Smol_XP_002974598                                                              
DLKVSKLLDGEDEEIPEEEAVCRICLCDLGEEGKTLKLECSCKGELALAHEECALKWFGIRGNRECDVCGQEVVNLPVTL
VRLQQNQNNINAETQGLQQAQMAQMSALNRIWHDVPVLVMISMLTYFCLLEQLLVRRKGPRALMLALPFAVMFGMLTAIT
ASTLVRRRCMWLFAIFQVGFVILFAHVFYSWMKLNPILSISLAGFAGFGLSMIVNALLLECWSCRTRAARQEDASQDIV 
>Smol_XP_002973003                                                              
MAAPKSLSDDEEQGLGCAPSCRICLECDSGEPGDELISPCMCKGTQQFVHRSCLDHWRSVKEGFAFSHCTTCKAQFHLVP
EIPEDYSWRKLKFKLFVARDVFLVFLAVQSTVAFLGALAYLMDSDGQFRKSFNVGWDKILSQHPVAFYYCLGVVVFFVIV
GVGGLIVHCSSASHHDSFLADCRYCSGCYIMDCFPASMEACGAFLVIFVILFVILGVAYGLLAATMAIQRIWQRHYHILT
KRELTKEYIVADLHGEYVPPQLSAEDEERLRSLKLL                                            
>Smol_XP_002966673                                                              
MNFGAALASVDTPCLLLSTRRGLPSFVSTDLLPELHPDARVLHVNPVHFLEGPPVSTIHEIGGGHKLLNLQGNALVSLSR
DSIVSEPDGEGNTKLGAAFNTSSGRRVIGPAKYMELVNALKPNVWASIADELPTWVSQRRNKLSVDRTLQWLDKCLGLQS
IGENTAFGTIVGGFFIGGFGLGESPEDRLTLLQSVTDCLPKDLPRIISGLGMPEEILQAVSTGVDIFDSTYAHTLTKGGY
AMTFPLSMDEKPWKFSLEDGAGLGADFTKINLRSIAYRCDVTPLKPGCTCYTCQKHTRAYINHLLNTHEMVAQTLLDMHN
IHHYLSFFQAIRDAICGSYFEEFQHWFIGQRRYCESERPEVHTHTRREGNLDLSSDKTVMISEPEENETRQARKSEVEQC
SQDFVAVDVDETAPSAIKQELERLHERSPDSLESNGAAEGRVCRVCHLPLEADVSIELGCSCKNELAVAHQRCAATWFTI
KGSKTCEICGRAAENVSFDRAIARRPDHLVMSVELNVEMQEENSYTVKRALCNLLLSLCVVIPFLPWLFRLLFLARSGQN
KTGTLTGAYERRVVLTYYSVTRKKCTESTCLYASGKEKEFQISPLGREGFMGDSRQENATDLQHAVEELDERKEKIGRSP
SQELESTSLSLSAPSIGDGSAGSKAQDPEGGFVAIEIQSLSTNPPPPPTKGGFEEHKPPQPLGGGDEEDARICRVCHLSL
GLKRSSDHEEDPGDPVDEGIASSPIELGCACKDDLAFAHRRCAETWFKIKGNRNCEICGQLAHNVAAGADDSSCGRHSDE
QSDTIFERAGDPHRPRSFWQHRPICNFVLAFIVVILLLPWLFRIRLF                                 
>Smol_XP_002966406                                                              
EDEEDVCRICRTSGEDGSPLYYPCACSGSIKYVHQECLLQWLNHSNAKQCEVCKHQFSFSPVYAEDAPTRLPVTELVYGM
VAKAGRGLRFFSRLVLVLSVWLLFIPFTTFWIWRMTFVRGLGDAQKLFVTRFLTPAFLFADCLNGFLISAGIVFIFLGAT
SLREYFRHIREVAGQEADRQQQAPPANGDGGAGQGQGLAAGAGEIIRRNAENVAARIEAHVEQMFEADDPDGAEDVPFDE
LVGMQGPIHHLIENAVTVLASNAIFLGIVAFVPFTIGRIFLSVLNLGKAPARSEGPVEVVAKAVAVYDAMAEVFVTAIQL
SDAATVAVGYGVIFLLLSFYLGLILLVRYGRAEAAPSLFRHIIGCVRYVATMLKVAFLLVIELGVFPLVCGWWLDVCTLA
MLKVSFAQRVAFFWASPLTSSLLHWLVGIFYMLQISIFVSLLREVLRPGVLYFLRDPADPNYNPFRDLIDDPLHKHARRV
LLSVVVYGSLIVLLVFVPVQVATHLAFSVFPLDIRVSDPFTELPADMLLFHICIPFALEHFRPRATIKAVLFYWFSVVGK
ALDLYEYLLPRPEDTNRGNGNAVAEQAAPPPAANGETNADEERLDTGEYKFAVRIVLLLLGAWLTMLVFNSSLIVLPVSV
GRAIVTSFSRLPITRAVRYIVNYLRTHDMWVLFMQVLKWSAIVSKSVVLLSLWVIVIPVLIGLLFELLVVVPLRVPVDES
PVFLLYQDWALGLVLLKIWTRLAMAGQATLLTDESWRRKFEQVKADGFSRLRGWWVFQEIVAPVLVKLLTALSIPYVAAR
GLFPALGLSILINSAVYRFAWAGSLMLLTGWYGLRQLRQLFLDVHNAIRDDRYLIGKRLHNYGEPSKA            
>Php_XP_001781970                                                               
MLRRFNSLIKGPKALSSDEESTENLSLRPARSVDSSLFASKQRVAMASPLQQPVRRSEDGQTSLSVSVLIGSSQHEREER
GRAFVIGQVPEDRSWKEGYEQGENSPATPQEQYEPGEKPSDFHCVDLSGSANDVNDSHDATMQTVGQSGENASAIQPQFT
FLPVSTQLGNDQSQTELPRISRTSSDAVVAVDSNSQPNYHSTVDVSDVQHGSAVELENLLKGVLTFGPGRTISSWSTDSA
AEYCRICQQHTEEPLIDLGCSCRGEMAKSHKSCIEVWFKNKGTNKCEVCQHVASNIPAPATAPVPHFWVWRLGGTNAAGQ
SQTSNGGIRRVGFQSSLIVNGPVLLVIMKKHPFIPVMWISLLAFMTYLFVDAFNTSTIGYAAMPIGFFFGVLVVLGLGTA
VRLVLECCHERNVERSIQQMELSSTDAQAAPAQDADEPTVQSSPSSVTLINSSHLDAVSVLSRPLFLPEPSSCSTPWRRH
SREQTAMVWYFTLGWPAIAKAQLSKAKPQSMSEQTGSMKRPGLGFGIGLGLGLVYCFFDHCLTSHTTLLAETAADRRMVS
EPWSSCKAVVAMDKTDARVGIAWHWKARSSCQQQLGAPAESSSHHLAMQCNAMQWQACFLAEELPLRVVTTAVKLIRLIS
VLLRKSGGGKSSLNLLSDSLSSTGLVVGRSLE                                                
>Php_XP_001778700                                                               
MERHPLIMDRDDVDLEAGTEEQPQCRICLESDGRDFIAPCKCKGSQKYVHRECLDNWRSIKEGFAFCHCTTCKTPYQIRV
HIPADREWRTLKFRFFVTRDILSIFLAVQLVQYLSVIVFLVVLGLSGCFMTCYDRRLRSELAHPCREVCLCCCAGEAAPV
LMIVALVALVVFAVVGLFYSVLVATMVGQRIWQRHYHILAKRMLTKEYVVEDLDGEVLGPDWVPPPLPQEHVQQLKSLGL



L                                                                               
>Php_XP_001775262                                                               
DPDDEEDVCRICRTPGDEESSLYHPCACSGSIKYVHQECLLQWLNHSNARQCEVCKHMFAFSPVYAPDAPARLPVRELFL
GMTVKALKGARFFIRLLFVVCVWLLLIPFVTLWIWRFTFVRSLVEAKRLFFSRWTFSLLLTDCLHGFLLSAGIVFIFLGV
TSLREYFRHLREIAGGQDGDREDEAVDRGLGGRAGRRLGQVVAGVRGFGGDGGQAIGGPHGNHEMVVVPAPAQGLAAGAG
QLLRRNAENVALRLEMQAARLEAHVEQMFDAVEDADGAEDVPFDELVGMQGPVFHLLENAVTVLLSNAIFLGIVALIPFT
LGRIIISVFWKILVATGSARTMTRWSEISMGVFGVNGSSAARGLDISSAALLVGEERENNGSFFKLLAEHSISSESAASV
AIPVNAVKEAVVQVSAFRFSDATTVAVGYAAIFSAVVFYLGLIVLIRYSRGEPMTVGRIRGVASMAEAAPSVARQVIAGV
SYMATGVKVAFLLFIELGVFPLLCGWWLDVCTLGIRDVTLTQAVSFLSSSPSMSSFLHWLVGIVYMLQISIFVSLLREVL
KPGVLYFLRDPADPNYNPFRDLIDDPLHKHARRVLLSVVVYGSLIVMLVFLPVRLAISIAPRMFPLDIRVSDPFTEIPAD
MLLFHICIPFAVEHFRPRATIKSVLFHWFSTVGWALGLSEFLLPGAEEANGVGGNNEEERGVGGQERGDNFDGNHPRGEH
GDGAGNRHQIGTASGMDAEDEASDNEGEHDTDEYRFASRMVLLLLGAWLTLLAFNSAMVLLPISIGRIIITSFSRLPITR
GAKCNDLYAFNIGCYVLWATAAAIQYVVDYLRTHDIRVFLRQVVKWSSIVAKSFVLLSLWVVVIPVLIGLLFELLVVVPL
RVPIDESPVFLLYQDWALGLVFLKIWTRLVTFGQIVPLVDDSWRVKFEQVRTDGFSHLRGWWVFTAIVGPVLIQLLTALC
VPYVFGRGVFPLFGCSMKVNSAVYRYAWLGCLLLGIVWYGGQRLHRWVLDLHDAIRDDRYLVGRRLHNYGE         
>Php_XP_001775258                                                               
MEKWYGNTGLPLSGEVLVHSETWNPAEGSMAVALESLDLHGLRLISSSVIAMDRSVAQDFRLSSGVGANVPQMGQQAETC
RICLESSTIANSSTGSISRFTDVEDEDRLISPCACSGTQAYVHYRCLQRWQQSVLASRRTGPGLQSPALICSVCTHKYSI
APPQPTMISRIRKICTSYACEVTGLLIILLACYVALAGHNLQSLIDDFESGLALAIEVLPCSLQMKVLEDSCNSRTCKWW
NSSNSLHPGTLLVATPTMLSPYYFGTVVLLYEHERCRGSRGIILNKQAEKAEILKWENQLFLGVHNSAALRHITHGTGGS
HKPDDWFILQRCSPSPVKCKHCAADTARPKTCSKDWGREILPGIFLGKDVGPVLRHLNGCKRLSVMGQQCSVKAESIKED
RVRKNEECYYVDHQVIHGHAEWYVGQLGSAVKRGLWKTRENASAILLSTPPHELWHTLLSE                   
>Php_XP_001774964                                                               
CRVCHLGFSSGNCESIVLGCACKQDLALCHRNCAEEWFKIRGNTVCEICGETAKNVHIPDHVESTSARLEADGTSVHTHR
VYMWANQLIRNSLLASMIVVFMVPWFF                                                     
>Php_XP_001766551                                                               
MECRCLGEMALAHKECAFKWFGIKGDRVCDVCGTVVQNIPVTMVRVPANEQTVNQSRSVDTHTDIPVLAIINMMAYFCFI
EQLLVSKLGTKALAISIPFSIIIGLLASVTTIALVTKRYVWMYATIQFALVCIFGYVFFFKTKLETVLAVLLAAFSGFGV
AMTSNALILEYVHWKTYTSRRTQQAASVVDVEVSFRQENISGELAPANSQWSRELNTSQVSSVLDIGSDSATARSPSSRS
QAPSETHSMHCS                                                                    
>Php_XP_001765048                                                               
KKPNPEYDNVGNDMELGLKGEGKHVSNSSKDDAADGEAACRVCHLGFSSGNSERIELGCACKQDLGLCHRDCAEEWFKIR
GNTVCEICGETVKNVRIPEPVNSTASRLEADGADAQTHREFVRSTAMSRLRYMWANQLIRNSLLASMIVVFMIPWFF   
>Php_XP_001756778                                                               
MECSCRGEMALAHKDCALKWFSIKGNRTCDVCGLEVCNLPVTVVRQSQQPSSSQPSVQLLDAANPRVWQDVPVLVMLSML
VYFCFLEQLLVGRMGSGALAISLPFSCVLGLLAAITASNLVEKRYVWLYAICQLALVVCFAHIFYDVVGVESVLSILLSA
FVGFGIAMLTSTLIIEIHNFKQRTAQ                                                      
>Php_XP_001756727                                                               
MDEIGAIEPPRTDAQDLAEERECGESERGRGVGVGGESGNRSHQQLPDGDPDDEEDVCRICRTPGDEESSLYHPCACSGS
IKYVHQECLLRWLNHSNARQCEVWLRSWQMSGPWRSRSTRAYSVQGFAWDVTGWGGTDHRRRRDSVEIRKVADPHCVGDW
VRGGLESVMERAGAENGRIFCALLDFDLQHTPMACCHFECFGSDYYRAVRTRAWRGGASLAGGLGFGELVCKHMFAFSPV
YAPDAPARLPVRELFLGMTLKAFKGARFFVRLLFVTCVWLLLIPFVTLWIWRFTFVRSLVEANSLFYSRWTFGLLLTDCL
HGFLLSAGIVFIFLGVTSLREYFRHLREVAGGQDGDREDDAVDRGLGGRAGRRLGQVVAGVRGFGGDGGVAVGGPHANNE
VAVVALPAQGLAAGAGQLLRRNAENVALRLEMQAARLEAHVEQMFDAVEDVDGAEDVPFDELVGMQGPVSHLLENAVTVL
LSNTIFLGTVALIPFTLGRIIIFVFSKIMVATGSAGTMARWSETATGVFDGNGSSLVQGLVISSAARLMGELKENNDSLF
KLLADRGISSENTVSVAIPGAAVGEALAQASAFRFSDATTVAVGYMAIFSAVVFYLGLIALIRYSRGEPMTVGRIRGVAS
MAEAAPSVARQVMAGVSYMATGVKVAFLLFIELGVFPLLCGWWLDDAEEEEPWLGLHWLASFRALIHVLLGWMRKSPGPP
PQ                                                                              
>Php_XP_001753558                                                               
KNPNSKYGSVDDDIELGPKSEGRHVSNASKDDAADGEMVCRVCHLGLLTGNSESIELGCACKQDLALCHRDCAEEWFKIR
GNTVCEICGETAKNVHIPEPVESTAAHLEADGARPNSYMAFVGVSTMSRLRYYWRRQLVRNVLLASLVVICTVPWLF   
>Php_XP_001752363                                                               
MECRCRGEMALAHKECAFKWFGIKGDRVCDVCGSVVQNIPVTVVRYSGHEQTVSHSRSIDAQTVNRVSVWQDIPVMAIIS
TMAYFCFIEQLLVNKLGTKALAISIPFSIIIGLLASVTTIALVTKRYIWLYASAQFALVCMFGYVFFFMTKLEAVLAVLL
AAFSGFGVAMTSNALILEYMHWK                                                         
>Php_XP_001752116                                                               
RICQQRSEEPLIELGCACRGEMAKSHKSCIETWFKNKGTNKCEVCQCVAENIPAPGTTPASGLMLNRPVLLTVVRRHPLV
LVLWLGVLAFMTYLFVDSINKSTIGYAAIPIGFIFGVLVVLGLGTFIRLVLECCQERNVQRRIQQMEMLPSVGNTAQVWP
>Crei_XP_001703779                                                              
MCSNDVCSEDSCWICLAGAESGPLERPCRCPRSVHLSCLGRWQLQQAGRSEEQRCRFCTCVLPPLEDSLLPPHLAPVAAA
VTPYMAVVYQGEHYKIPVRPGLEGMAEFRARVKCLFGLPHDSDFQVSFECAAPTSGEKLTLRGMGCFNAAASCAAISAAK
RAAGEDGGFEWSEAQQQAQQAAQQAAQ                                                     



>Crei_XP_001700777                                                              
MPSVGPIVVLGASGAGKVGSASTGAGDRTGAGPHNVFQGYSGTAAMPVECSGRVEQEQELIEPEAEAESEEEDGDGAAAG
GDELVAPCGVCCGGVRYIHRHCFMRWLDSSWAVTCPNCRSLYDRSVLDTFTDSGSLRALWAAACPPSHDPRRPFPYNSMA
HFCVGGTVEVAMAVGGFTAVQLLRRVKAMTDEWRLAGADGGLGLVRSDGSRLVLPSFEVTGLVLELGGGEEDEWGLYGGN
LEGQDEEAQANAEDEDEMWDPVPPRRGRGGGPVGAYAGGDDASGADRRRPQSPPPGATRPYGGNGNSTSASSSNGFPSNW
YAPPRSAPYAHAAAAELQWLQDIDLLAAALQQQGQQEEQGWRLAAQAAGGTVGLHGDLRVPWLSMLMPGEPAVSAVAADW
QRADLHVIPMPDPVRVDGEFARSVAERVAQRAEQRRRREEAMRQQRVLTQRHAGQQTRQHATSGAQRFAGGGRRRQ    
>Crei_XP_001700643                                                              
MLPDPEDDTCWICLEGINDTNNRLIQPCRCPRLVHSVCLAKWQLSQSGKSEEKFCRFCKDRLPDWQENLALPGMAAVEPV
MSVHFNGQTHMVKVKPGEEGRVAFIQDVRRLLRLRDNQEFSITFECKVPGHGMFLDLKGLSSYDAAVFCAAMTAVER   
>Crei_XP_001700395                                                              
MLEASSVPAESPQGSDAMETDDMCWICLDDTKDRDVLVSPCRCPRKVHPRCLARWQLQQAGRLEETNCRFCQHNLADWKA
SLTPENLKPDVQRVQPIMVVYFEGQIHRIPVKQGPGGLKEFTQRIRDLFRLPEDVDISLTFGCKEPL             
>Crei_XP_001700176                                                              
MSCEDDACWVCLEGSSAAAGRLEYPCACPRGVHAKCLARWQLQSAGREEERACRFCKQTLPDWRDTLTPKVPAAPPVMAI
VYDGKVVRLQVKPGKEGMEEFQRQVRAAFGLGDDVELDCVFDCRAPGTGEKIKLRGLESYSAAMHCAAVAAGERLA    
>Crei_XP_001699448                                                              
DVCWVCLDGPSADKPLIRPCKCPRFCHSVCIARWQLQSAGSRQANQTEEMFCDFCSAKLPDWKHALTPPCGSQAPVSDRT
WAVMNVNFGGRTYSFEVQPGPEGYRRFTSAIRAAFALPDDSELNITFTCDEPNTGSLLTLQGAGAYDAAVHCASVSAARR
>Crei_XP_001697579                                                              
MASGQAGGDLESARRGSDAGSSAGSTSQKGKDADAGQCRICLEEDALRNLEVPCACAGTSKYAHHECIQRWINEKGNLRC
EICDQNYRGTYTVPPPGTAGQDVEHGNMFSPLFAIRLDHDP                                       
>Crei_XP_001697079                                                              
MTPEVTPEGQALLPTPSGAGPAGSPGTGPHTLPHLERTCRICMEPQTSSDDPLISPCQCKGSTRYIHRECLATWRGMKAG
TQAHYRCEICHFEYQFRRIWWARLLGHKATAGVLFTLLLAAISAVLGNLRYLWADDDGLGLGMRVALHAFTGFFALGVIG
VVSLMHAGCTGRLRERAYQEDSCYALVFNNRACTGNPSEGRCLPPALVFAVVLCYIVAQVWPYAPLVALGLLFAVVTLYD
AFYGFVKDSLKHVETMVENIGEPEEAARSWPTWLSRGRGSNSAEGGEGGQAAHGAGDGGVAGAGEGGGSGGVGEAAGEAG
AGPSGSAGPYTKAPTADSMV                                                            
>Crei_XP_001696686                                                              
MSTLDSASTSAATIVGSDCYICMQEGTPSRPLLTPCDCKGRPVHRDCLARWQLHQSGKSEETTCRFCYKALPDWRPTLLG
DDNSSSDITGPRPLLAKVIFNNQVHILPILPGPEGKAEFKRRVNELFGLTNRMFDVNFEVKVKEDKYSLQGLSAYEAATR
CAVMSARRPSDPQEHGQQQEHGGSAQQVDGAASASAAAGSPNAAVPV                                 
>Crei_XP_001694154                                                              
EEEAACCWLCLGGAEDEGAGPLVAPCRCPRVCHPACLSRWQLHCAGRKEEKACRFCGEQLPDWRQATRFSSLFCIHKIRV
MPGPDGTRQFIEDCRLLLRIPEHLDFDVVFHWPRFDASFAPPHASPPSPHT                             
>Vcar_XP_002957503                                                              
MTCSEPLPARSLRVNPEAPDQQSTVGQSSTAALPIIPESSPDPHQLSHPTLQTSQHAALSGGRPASLQQHAAAVGAGFRQ
GLPSWLQEPISQTQLQQQQQQQLQAVMRQQYHDLQGQLSAQAQLQSQHHHQQQRLQRQHQHPQQQQQQQQQQLPKRSPFL
PASQAPRKPFTPQVAVDSGAMEAVAAAAQQSSLARSLPAGGSYFTGQAMAMPYPAGVPRAAGGYAPGHGLGGGTGPGPGP
GLGFGQRPGSAPFRQDSPDDPGVLSDTPTRGAPGRGRSGIPRVASISEIEPVVESDEVPRQRLSSSLLTRAISIPNAQGA
DRPRTYRVALAKSQAVAGGGMGRGFGGMVSPDVSVHDADTQPFAGRDRYYKYGRCGGGGGSEVPTLFGSLPAASSLLRSR
ANASAGSILTKATGGLNTPTTKAIKRSTSYQQFGGAAALTIGGGGGGGGGGGGGGGGGSDLPSSASAAGHRGHRRPRTSA
NCGSDSSGACTSTSASLGGGLGYWLRGGGAAAAAAAASGSRGGGAGSDSDGAVVGPVPAPISRRGAEPDLADLAVLATSL
PASLGTWSLPRSVALASSPTGTAAAAGSSSVRGGMAFFGGGAAANGRGVLSRTNSCNSGSVSVGGGGGGGGSAAAGPSGG
FPICLICLEVLTPEDFESGDAISLQCACKGEMSLRHRKCAIEWSHHKGDVICDICKQGIANLPPIPPEILAAREAARRRR
QPAFNTAAEPNFADFCFDCIRATWVTTIVCVLFFDVSVGQAFTIGSVVGIAFMLVSMAIAACARRARALVAARAVERAAA
ESRAQEQQQRQLQQQQRRQQQQYAGSGVMICAGGQSVPQSHGGVARRPGK                              
>Vcar_XP_002954731                                                              
MDEAEDSSSADTRQCRICWGEEGDPALGLALVSPCKCAGSLNYMHVKCLEDWQQVLRSQGQFRKARHCEICKQPYKLNAT
PSCSRSRGNNGWWTYVSRLLSRASQQVLDLLNCRSYTDLLYRCWKLYVVGSSVMGAARAGAAGLRAGFGMGKTLVEEQTS
ILLNLLSALGDLLGTPYAELLWCQAPRSCMQMLLAVACVAFALVSELVYTSVLGLVAGSVVGFFRGYLSAVHTSVNVVLA
GMSRGWRVGRGLAKAASAALRVPRGALRAVSALAAKKLPVRLL                                     
>Vcar_XP_002954704                                                              
MSAVDLADAIIRGATVAIVHYSAEAASRELPWDGFGGLVRICDDENLREQGVVRAVSQQSNPVQRQTSIKSPPTEAITAA
QLAADRDSGMRSGRKPIFMDGTRCAAGKRDRSACNPIAPIPRNLTQHITSSGHHSPTTPGSRTTFTRPWSIQRTSCAGGG
TNATSSGSSSSLIRPKSGWRSREGAGQCGPTACSLLGAGDSLKSNISSSSGSGPSSAGAAPKGESGLCRICLEEDSLNNL
EQPCACAGTQKYAHHECIQRWVNEKGNLRCEICDQQYRGNFSVPPQGAAGADDPGNMFSSMFAIRMDHAGEPLGGHHNRP
ALDFLDESDHYYQRNPLASWCFTFVIFVMFLVVLHHTMIVADGMDGTGPSQSSGDDTDDYATSLTLFLFWIGTKAFLIGI
PLYTVMRIAARQARREQYEAMLRSTAFEAPARRYVWRMQLRDQERGHGHLPV                            
>Vcar_XP_002954077                                                              
CWICLDDDPHPAPCKCPSYVHRFCLARWQLERLGRREERECRFCGTILPPWQETLLPKRVEPASEAIVNVHAPDGSKHCI
PLRPGLAGRRHFMRAVRQALHLPHHAQLEMGFEVAVP                                           



>Vcar_XP_002952750                                                              
SDDICWICLDGTKDRDPLINPCRCPRKVHPRCLARWQLQQAGRLEETNCRFCQSNLADWKASLTPENLKPDVQRVQPIMV
VYFEGQIHRIPVKQGPDGLKEFTHRIRELFRLPDDVDISLTFGCKEPLSGQHLKLEGIGAFDAAVHCASVAAAER     
>Vcar_XP_002950936                                                              
DVCWVCLDGPSPGKPLMRPCKCPRYCHSVCIARWQLQSAGSRQTHCDFCQSRLPEWKTALTPACGCEAPAVMNVNFGGRT
YSFEVQPGPEGYRRFTAAIRQAFSLPEDSELNITFTCDEPNSGSLLTLQGAGAYDAAVHCASVSAARR            
>Vcar_XP_002949727                                                              
MEVSPVTRPLLTEPGEQETCWICFDSSSQSRKLVKPCLCPRYVHSACLAQWQVSAPELTPQQEHRLSREEYPPWTTSITP
VHLQPNTAQVQPWMAVICGDEVVNIAVRPGPQGLEEFQETIRRLFGFTQDCDIEVTFQCRTPLGGAPVTLHGFQCYDAAA
VCAAISANSRVVMGEGTDLA                                                            
>Vcar_XP_002949624                                                              
EESCWICLEGTEKGPLERPCPCPRLVHRDCLGRWRLQSAGRRQENLCRFCGYSLPGLEESLTPAHLRATRVVTYMAIIHK
NQALPVRPGAEGMAEFRARVRCLFGIPPDKQFNVSFECMAPSTGEVLVMNGMACFDAAVTCAAISAKKRAVGEGCG    
>Vcar_XP_002948804                                                              
MRQRYSPWFCWTLFLLALNVATPPSGAGASGINGNSKDLAKQAASAVLSSDVAKRLVALLAEVRALGEDLRAAGDEWLTR
RADGMEAAAGRLRQTLRPASERLQQAFGRQCSQPVFTPPSDVNATVVGPGLSYTRTGGSCQLRRNAQATQRDLNLTCNNA
GVTITRTAARYTSAYQAPATFVGTECKRSYQFGLSATVTVDLWRPGARPSDAVATWQQRLGRRRQRRAEMQQSFAGRVGN
GGGAGFGGFGGGGGGNGGGGGGGNGGGDMAQLSQMHAVPAEALLEALTRRASGGLLLQPPPPPPPHPPPWSFNTFTATAS
SPGGGDGEEQQQQQHGADSVFLSAPGGVGGPGDGGHQQQGGTGSPAGGSVWAAADGVAAAGGSVSDVFHMVGQAGLAALR
GEMSSEAAATAAAASPTTRGSSTPPWAIRRNHPRDDEDSKGMANEGSGSCCAAERHSDVPQGKQSARRIHPPEGMRKAEV
GMKALERFVQRQPRHYITTDPDLKDSRAHEVKKKQKKKDGKKEGKGKGKGKEEAEVLEEVDGGGSEEGNSGDVDSAAVRD
AAIAKAAAAATAMAAAARDASLFLDDRHLAAVVAVIAFATDFAPAARPTPSLSAGAAAAAAAVPPSLLSAQLLQCFTHTG
SQELQLAQWTPPPAPPASPQQQLYSSTSLSLPSPPMPPPPLLQQRQTAAVTGGISVSVSCSTTSAASLSSCSARCGSVRQ
AAAAVDRALTAAAALAAGSSDTGSGGSDGSEEQCCRVCLDPVSETELQLGTALRLGCRCGAGLDLLHRACADRWFRGVRC
CTTCEVCGAEATNLPAQMRAAIRWQQLLNPRGRGPVGRSGGPLSLSSLPSFLGLYTLVCLIPATLSSLLLVIFYLRHLGV
GAGPTMALSILTASGTILHWVYVPYRPLFHVLFCTTALTCVFAQTLLLKALCPSWRPSVVAAVGAAVGFMAGASLFYGLL
NPLVALLRLFLPQLWAAWRRRRQQQQAVSGAAWVIEHIVLQLFYTPSTGVTKTMPGPPLEEGELEDGEVHEDKHADLEES
GEASGCDGEDDAGTLAADHNQHDQTQQQPLRATSGQLGLNTSPLPPPPLLLQSPSGASLPAPTRSGRAPDTGVIPSSSAI
SDGGVHQAQAGPPKGRPRPHGHDPSASGNAPAVRSRFRAPDGAQPGPSDSLPSSQQQQPPPHPFSPSGASSQPSSHSQHP
HPHPHSLPLQRQSHSYAGGPGTAGGPAGGHPSPGRPLLAGQGPGAATAGAAAAAAAAGGPVAVREDREVEELTGLLRELT
RGCSFQEVMRSLEAVCRDLKQAIKKLDKLFRRVKRRKGDSIEDYPDCFQFSRRILEGLTSINKFSATSAFHAAPPSGAEA
ARALFKAAMNYRHDIFNASLKAELEDLVRNSKAFKCVLENRHRSGATAPAATAPAPAAAAAARPRSGSGGGGGGGGTEGA
DRTDMRAGEVAAGAEGQLAPQPPPQRQSRSRSPPPLPPPPPVVAQTATSEPELMDTGGEDGPGAAAATASAPPPPRGSSC
SPVRSDEDGGGAGGTVPPPPKDDSPQLQLQRLNSATGGTGVRSTTGRSGAGGGSGGGAAGGFKLKIVVASTPGDLDAAAA
AGAAATSDVAANGAWPLASAAAGDGSGGGGGGGRTRSLTPQDADTDLERPRAAKRSRVSKELVETGVPGALPPPPSSPLA
SVGTVLRWDHPDQHPVADVLREQQQQPQPHYSLQEQEQSALGMMAPGVLLPPPESPVSEAGADSEGGALHGGVLEPPPAP
LTAGAAGPVATAGGGGVSEGQVQGAAHGSVSSSHSDRDRDRDRDRDRGGGGSGGAREKDGKEGRDGRERDRERERDRDRE
REREKEREKEPKEKDKDKEKDKEKEKERDRGRDRERERDSRHRSRQDKDSKERDGGKDGGKDRDGGKDNRDRDREKDKEK
EKESKVDKDREHGGAGRSSSYRHRDRDTGLPLPPPPPPPTDASSLLGTAAAAAAAAAAAAAATKQELFDGPPAGLGSGGR
SAAVTASSEDTAAAVAAAAAAAGGGGGGGGGGGSATAAEATVGLLSRGKLVLVVDLDGVLADSCWDDQLDPAAAAALSRH
AAAEAGLPEDRRELFRLPLDAGATAGAASGGSGLWLKLRPGARAFLARAHERFELWAHSRQGRPYADAVVELLDPSLALF
GSRVVAQGELARRLLTALDARAPITAILDTPSAAWMGEQLAPGLLPLPPYSYFSYRPACTADAAAGVGGGGAAPGARTLA
PSASGMAGRSLLEVNRDECPERGVLAAALPLLYVLYTRVMSTYGAAATTTASSSAGSTAAAAAAAAIAKPPTDGPPPPPP
PAPPLAGLEPWDVRRVLREQRQRVLAGFHITFSRVFTSGGGGGDGGGGGAAGPQHPLWRLAEAFGATVGASCSDATTHVV
ALSAGTEKAIWAAQHGRFVVYPSWLEASCFLWRKVDESLFLL                                      
>Vcar_XP_002948585                                                              
MDCEEDVCWVCLEGASEVSGVLEHPCACPRGVHAKCLARWQLQSAGRDEERYCRFCKSELPDWRDILTPKVPAAPPVMAI
VYDGKVIRLQVKPGREGMLEFQRQVRRAFNLGEDVELDCVFDCRAPGTGEKIKLRGLESYSAAMHCAAVAAGERIA    
>Vcar_XP_002947201                                                              
MESGEDNETCWICLEGVEGVDISPGPLQSNRLIKPCRCPRVVHSVCLAKWQLSQSGKSEEKFCRFCKERLPDWQANLALP
GMAAVEPVMSVHFNGQTHMVKVKSGEEGRMAFIQDVRRLLRLRDSQEFSITFECKVPGHGMFLDLKGLSSYDAAVFCAAM
TAVERQRLAAQKAAQKLVATSGSRHATAAVAGTLLPVCSSATLATSLGAAENSSASSILSGGSSSRGSTNNGGDNTQRET
SAPISAATPAPASTSVPTSSSSPSRQRTLHGSSAGAAQPDPDVRPNRPRAGSVSDVDGLHPAESAQRQAAGPQTVSGGMV
VEAAASPSSASVPAGSARPVRPLGLVLSATDGGTLGGGAAAVAAMGRASSSGRSASCPPQQNQQQPAASVCPAPRGPTGW
GTHTYDSACEVESAAAMERAGASGAPPDGGALTAAAGGIGDGDARHGKPFAWHGFRGIATQGDSGSSGVPPAVPVDLFER
RRGEYGKGTWLSRLMLCASFGGDDGEPVGH                                                  
>Cvar_EFN56758                                                                  
MSASTSDAGDAPLCRVCWEEEDERPGGHIALHCHCTTGVHDRCLLQWILSENGRDNLVCELCTGRWQGAISVSIAELAEQ
AAAYKRAAGGSGLDEATTAELAAALEQMRERNQLLAAALAAAEAAEAARQRDFEAMKRIARRDRNEFLAHLRGARAERRS
HLRWVPAALLVLLGAFCAGAHWQQSQGAGPPVPRGQAPAAAAAAAIAAASGPSAVGRL                      
>Cvar_EFN56526                                                                  
MQAARPPQRLRSGRGSRRQSPVAAVPEAAAVDVLPPQCRICWLEADVEEGGALLAPCRCSGSSRCVHQRCLAAWMGAVAE



RKGVHAARHCDICRARYAGLPRELHLREPPVAYLRRKALAAMATPAGTAASYYAAAGMAFSTAWAVRGALLSGRWDAPLL
SAARYLQGLGVHLAVGWAQAHAVGALPWPLEPAAAALCASARRLAMAIEYAHMGLLLLFGGLAKGFAQGALLTALAPIKL
AAHAAGALRHGACAVAGLLPHVRRKWQRRQRKRWQAPAQQQRQPQQGPPTERGGPAALV                     
>Cvar_EFN56022                                                                  
QEACWICHSGTEAGYLERPCRCPRSVHPACLARWQLASAGRAEERNCRFCQDHLPDWKEAHSALPKARSMSVVHEGSTHQ
LAVHPGPQGRSEFEAAIRRIFGLAPDATVQLTFGCRLPDNSGEVTLEGSGSFDAAVHLAAISAGQR              
>Cvar_EFN53446                                                                  
MSPETPPKGVLLQEVDDEEEERGAQCRVCWEHESEANLLSPCKCAGTQKHVHLKCLRRWQENVQKRDAMDERAFRCSVCR
AFFSVPPPQARSGTVVLQALRGLGGAICICLLAFGLSGPPWPHLALLVLLLLASRSHWLPGLALLMLCSLLATMHARGLR
IIVRVDGGGRLGLALVRHGAPVAGIGPGVLLVASDGLDHSIFRRSVVLLTQHGRDGARGVILTQPMPTPPATDSLLAAGA
PAGEAPAAQERGAAAAAAADASHGGGGRAAGSRGRLARRGGGGGGGQEGGVVLKHFLGGPVGMPGEGVNHEVVVLHTLGR
VAGARRILSPANDSQLAAAGAGSGAAGHAAGGDGDRGEAGAVPAAAFPLYEGGSMSEILEQAADATAAAAAAARAHSCRG
GRLRRDHEAAAVAVAAGDGVPPVLLFHGVCAWAEGQLEGELRAGAWGFSADLAPGVLGLLSLPPDQLWQALADSPHLARV
Q                                                                               
>Cvar_EFN55083                                                                  
MGPEAGVPPQRGGEPQEQDQLLQQPSEALDTAGADVETPTEEHPCSSSSSGGTRWGGFMAWLKGRRAAQRLPSEDEDQGD
ELQQRQQQQVAVVVEAAAEAAEGAGNTTAASSSGEHQHQQPGASGSGGGGEIEPRGSGSPRIARLPSRGPPTCLICLEEF
TQEEFINGAALRLECNCRGDLALRHRECIMKWVQVKGSNVCELCKAEIRNIPAPPPRPTDADLPALDEAYFNDPSHIHDF
MPSSQDLVFDCIRVTWVAMIVSILFFEMSLGAALWTGLLAGCAYSIMVRLMYRQHFYAMRRLAEQQAAVRREQEGGSPTA
AAPHPVVVAV                                                                      
>Cvar_EFN52395                                                                  
MEVARLLPRRKQRPLRCSRAEPHGSSGGPRDPPLCRICWEGDEADGNGLVAPCACSGSMRHVHVRCLGHWQQQLRVQKGI
GASRRCDVCRAPWSKAFMPPATPRDWREALRGFMGRVPWGAVLECWRFGILLAGAMHGMQAGVAGFRSGMRWAAGSSRAN
IEGLARWAPEVALAAGTLPPLKVPMALCLGACVVGLAAQAALMSMVCAYTGTVVGFARGVTQSLLITVQLGSCLVQRGTI
VASTLAGGAFRGTAAAGRLAAPLVLGLVRTLALTRLFN                                          
>Otau_XP_003082793                                                              
MRSSEVDVEVSLCRFCFDHGSVDDRDDPLIRPCACRGGQEYIHANCLLRWQRVVLIAQPTHPAYWRDDDRSNVCGVCKTT
FKTPPPSRLTLMSSFTGAEIAAMVDEDFLLVSHAAFSERLKEKLQDMTAGLRRICGYEHWIDGTYLITKVRERERDSSDE
EQGDRSDSNAERDAGDADAGRGDAGEDLIVAVNLNGRKDLDEVVRGESRLFELVDGGRVDGRRAHFVLNDDGAFVETSDG
DDEDEDSDGEVGDEMEENAEEREGQGARENEHQVADAEDEGERNDDDAEGERGNAGRRRVRAGNRDRRGGVLMHHLRQLL
SPFGPIYDVYQRYRRRVVLSEAFESVAREYNVSVDDVKAGVEVESFTGGPCDDDEVSLCLVVGVDDDLGYAKFDDGIERA
MSLAFKTYRDSLRGDDEREIPGSIVKTMDNSRERVGVLTEFDDELKSWKIATTVGLLKRTRDAFEIIQRVSAVKLLVFFG
DARWSRSQLLGEIARGHWGLTKSDPLHVANSRDAYKRAAESGLLVFAPLTEMTEEFMRNSLGEMNRIRSSGQLTRATSPA
PSRQG                                                                           
>Otau_XP_003082605                                                              
MSSPVILTGLALLDLRRRAEEEERRRRTMAGATEDAGANEDGKGENGVIDTRVCRFCFTGAECGTLIEPCACAGSQRFVH
RRCLRRWFLVGLESRGAVETRCRVCHAPYTYESSRIARTYRKARWFSLTARDRVSEYSRAWFQWASSALLRRKGVTLPRS
PSSAGNLALLVAESEVRIWAQREETREGATSQLPKLLRVGTFLFRAAALHAKLDQGARIKGACLDKCASRLHRRRARVYH
VNVNDGNFRARRASRRPHFSASRAWRPTTLRQKWSRRARYQTSRPSSRAPHPLSTSTSTYALSELFDAFEEPSAFGAEVP
LRLQEGEDVSQYYVPFLSGLQLFKRDENGGTVSAYEFFEKASPYSRAALRETIGTILDENEELRSLTSDDLAPNSWMSVA
WYPIYRIPQGTMLHDVQGCFLTYHALYVGELRDGDIACPLPPKMSETQEELIEKRVSRAKETAGENAQVHVLRPFGLSMY
KMQGDVWAASESVTEWMNALMDGAYTWLRARKTVHPDYEFFSHFGFSARDDALPGVFLGVPPANAPPSYINIANASFSAP
SVATSRVNSSLSRSNSASSLANSATRCSRALMYATFRSLLRAALCRFAKIRLARFGSRIASSLTSSGALSSSASTICAVS
FSSSAGDGALEPSPERVCVKARAKSIDAKASIGVDNDRLCVRDRALDVNNGLPGSIARFVLQFATRVGVCGDS       
>Otau_XP_003081280                                                              
XAYKGSALYAIFEAQAYAAVSVGGLLAFNVIYPSDEPSIARLMGMWSVWMFTVPSLRARDCSAREKDALNLLFVAIPLVN
VIIPFFWKSFAGVFTADVALMVAVYAQKGMFSDEAKAEDAALSAAAAAPAVDESAERGLVSLGAERLISAKLPQLAPRAR
PIRPSALDVHLPLLQRIAPVHLVVTHRARAPKRTIFQARRIARVDALGPRPLDRARTSATLARVVFDVPAPPASTHARAR
VSLVARFPRCRIFIDPSIPSPRASQRTSAPVRASTRASAMTAIDRRRDRALGRAMARARGEEMASRQPTVAAGDARDFEG
DAATARASAAAQCRFCFEESGDLVSPCACSGTAAYVHVGCLRRWQRVSLQTHGCEEYACRVCGETFSLPKAPLPQRIAQW
FSPRADDRVSQYGKVWLQMMINTALPGADTEALARPGQVARLLSAAEARIWAKREIRKGNALLRSLSRLLIACEWTHGTL
VLLYAATGMGGIGLDIVSHAAIAMATEQAPGANLIPLRAMSHALIGVCNGPLESLVRLTQPLHRLVHFFTLYPSFSLAYG
APENRERRRGRRPRVHFDFSVGAHVPLG                                                    
>Otau_XP_003079167                                                              
MPADGRELDNGRSSALEDSEAARSHCRICLEGEDDDEEDGDATRGGPLIELHCACTDAHVHRSCASRWFGARGTTMCEIC
KHDTGLTGLETPLALRVSRGTMRVLGWRRDEADDETEAAVGPSFGTVIYIFLFELAVVWFSLEIIMGYTTGTALAMAYGF
ALSLLVGCCTFIYPLRQARVNRDDSRHFLWAYALCMFISHQVTFFISLQAIQSRKNRAKEAISX                
>Mpus_Micpu58507                                                                
MTEPDPQPPERAPGTPAVDDDGEEILCRYCFDGPEEGTMLSGICACAGGQKHVHLDCLRRWQRMVLVSQPTHPAFYEDDV
RHHKCNVCAANFNIPPPTRNELMQTFTGAEIAALVDEGCVIGSQRAFSDELERQLVSMPFFQRLVCGYRNWIKGVYLITG
VTPDDGTVTLPIRSGDTLDQIRDRLLVGDATTDDDEGGGGGGGGGGGDGATERDLGLMVSGRRHVLVSVGGVTGDKESLR
RALCAARAPVELKLSTGKEPDCGEDHVTAVNLARLVPLFPEEEEEEEDEDDDEEGNDAGVNLEEEEMEGAARGSDGSDDD



MDAEEEEEGSEEEEEGSEDGDISEVRSIHWFPYDRVRVVNADP*                                    
>Mpus_Micpu128005                                                               
MSSSGGEEEACWICLDDRSDEHDELLKPCACPRWVHARCMARWQLQCSGKSEEAACKFCDAPLPDWREALFKDIIDAADA
DDAADDDDDDARGKKKRGAQKRASDGKKGRAGRTGRASAPGALSDANDAFGSGSGSDDSATTTTATAPSRRESSPPTLKA
SGDIIVKFNNMSFRCKVRTGQEGLSDFMEQIREKCGIPEDKMGQLNLTYRCKDPSTGSQMTLEGVNESAFDAAVLCSAAQ
DKKRASSGGKGSTSSSVGSTSSAHKRSLDGGGGGARSSHRVAAAGRPSLDETRASVATSARQPGRVARWFGRRRSTSSSR
EQQVEETALYRSGAA*                                                                
>Mpus_Micpu55996                                                                
MRVVNVEGVDIGVDPAARRITIPGGDDGHHHPAHPVNAVAFLAAGMWLRHLQRVVRREERAELGEEDARGEDADGLRDLA
RAVAVANANANANARAPHDAEDDARDDPADAEGVATTATRDALESHPLADPTDDPSRGASTTTTSTTTSTTTTITTTTPD
ATAPVAGGGRVCRFCFVGDDDDDDDGGGGGGDGDVLVSPCRCTGTQEWVHVGCLRQWQRVSMRSSGAREKRCRVCHATFK
LPRPPMREALAQWFSSRATDRLSQYKRVWWQMLSNSVLAQEGTPHLSSANQLLRLVIASELRIWGGREVRGGNRALRTLR
RVARDCTNFHSIVLVAWLLSLGALSAGDALNHPGGPLDVIDQELRARQGAGAGRGGRGERGFGWRGKLFGAAKLVVGKPL
GFALRLVVPSAGAFMRLAEPVHGVITWVERYPQYRVV*                                          
>Mpus_Micpu47498                                                                
MGGGATASDAPPGEALCRICWSAVCEYDGRPEFLSPTPCACRDERSNVHQACLERWILEARSQGRFDAGTRCHACGDPYA
HPLLDETVLSASARSAIRASSLSPLNGAADDRTPLAIIGGTGYVGRSVALHLLGHPTFKIGAVVGSVATVGKPFRAVFEK
KEDALVEHYGADLWKPQEFPAELMHCVVQSVEDVIADGVIKTALSFIAPEHGEIEDALARAGIKVFRRALDDAFGVEDVS
VTTFQSLSGRGDAKYQRDLVMGNVYPLAGTVERTGEYQKLELRRIMPGVKRVSVAAYRVPVQKGHLVDVRVRLRTKPADA
RAVERAFTSFDPLARVSLPSKPRRAIYVKPIDEAPTGEEGERPPPRIGTPRPKDDHEYDGGMSVCVGNIDVDDELFDVSF
CLVVNNVVRGAWGAALLNAEYWHALMTKEKEAIAGRIEC*                                        
>Mpus_Micpu177634                                                               
MATTRTPRVSEGSIPSCRFCFDGGSDDEPLVTPCRCTGTSAHVHARCLLKWQTWRILTTASSGGGTEERAKSLSCSVCKA
TYATAPPSMSELLTHVRGEGGASLAALLVPGTLLVRNVSQFDESSLANAPQWLRWVFNRKRAHWNKAVYLITKVVPGRGV
GGTDVLVGVNLTARLEKATRNSRGDDDDDEEKPLEAEGLSTSDDDDEEEDDDDGEIEVNEEEKEEEEEEENDDDEARGRP
RRRLADAAAADDDEDATTSSASDGRDGEIADPALAAALSETEEVHASMSNDAAALLELEDDDETFGDLSLEMMPHVRRYV
GGPVRRDKRVVLLVSSAAESTLSAPTIALPLDADVEGAGASAERAYVYHQRGSDAAEYVEEVLAEAVGDALNAAGDDDDD
DAAGDGGGGGDDDDDEIVVPKVHVFNGHARWSRSQLMNEVARGDWGLCPATRRDLGAGWRVAGNAFWSTLFDSGRPIFAK
VGE*                                                                            
>Mpus_Micpu59711                                                                
MASVQCEARARDMAGFVADEAAAVRAAQQRARVEAFNRRQRRERGYDDGDGDDDGVRRRTRAASGEHDDETRSGDAASSR
EREEPPQCRICFAGAEDATRGRLFSPCLCRGSMSHVHVECLNAWRAMSSNASSSARCDACRYVYVLKRARWATRFADPRL
ATVASVACIALAVVVSGVIARIASARVVAPAFAAAAAALKRTGTGTRTSGVVATLERLGSPRPTHAWRPWYAANGGGFPA
GWVEERAAAASTRRALERTSPAHLEFLFYRLAMWTPPWWNPGGAFLDAFTIPRWFLRRAWIADALDALVTGVVLVGVGGA
AFDVVGRLRRNFRSELERLAFPLAAMFASHGSPILRVVAIAGLMYVYYITHEIVRSRARTVLTKYGEYISDVRPRGAAEI
EAARRGADAAVVADARRRWGARYFEGW*                                                    
>Mpus_Micpu47611                                                                
MLGVAFFATGVCLVKLRRHAKHSNDCYDLEEEEEEATTAETPGALRPCRSCSSGSLRCFAEDESEEDAKESEETACKFCD
EENVCRFCFSGPERGELISPCSCVGSQEFVHVHCLRQWQKIAMRTKGNREENCRVCHAKYRLPKRPLRSRAKLWFSFKAR
DRLNAYSRVWFQSLINLFMSQNKPGTVAGHVGRAATRGLGRLARSNSATELALMMASTEVRIWAGREVRHGKSRVQIVKL
LSAFGSAVNFIARMKHLGVV*                                                           
>Mpus_Micpu56611                                                                
MATRAREDDVDHADENHDGNDARDARGARASTSGGSDSLRSGATAAGLGFKCANSSVSWPIDELSVFDTANIAECRVCGD
VDATDRGDVRETCDCGDFTAHVHQGCMARWVETQGTRCACGKSFQSVARGLNGGDEGSVHSAHVREVIFDATSKRRRTSA
FAPPTAEDEDARRAHLLLTAAYLRLTMDVPKPEDMRTLRKLAPFCDGPWNEFLRRRDEGRHRGGGLWNKIKKKFGFANTS
HGGLDDDARVGDGRWSALNGDGEEGQPCEVFVPLFTRAPSRESSGGGGMSVHGGTHFAAGELVTGGG*            
>Mpus_Micpu38422                                                                
MDQAREPASPPGTVDARDPPVADATPANAPAPARARGSDAPPAEERNRASSTRRSDARNDPDVATRELEDDAAGENDRDD
DAMPAAVAVVPDAPEGAECRICLMDDPPFCSPCKCKGSMSYVHVACLARWCTETGVTSCELCMRSFPGYFANAGRSARRE
RAREEDERRAATDRLHAQALNFHAAYGRLPSTTLDFAMINLNTMLEAEASLRRNDASEGSVQVVVIDANGRARTITSRNV
AELNARARGVPGIPDARDTGIHPATLSQIRALHHELSNRVDHDDPGSRERERERDAAAERFAFWMRMFIFVAIAFVVLYV
VIAVFGGSDYDSPVFTLRVFGLFLAVMLLARVVQVFKQRSEEREANQIEQILEWHAVAREENLRAGGGGGSGGRSARRVE
IL*                                                                             
>Cmer_CMK179C                                                                   
MYAASCRLCLCGVHEGTQRLFRACGCRGTLAHVHAECLALWLRKQGYATGVWPNPWVLAAAQRVLESATRNRDCDATRRM
PLWEEHADDSGRVQKHCTLWTAEQDQGSCSGFSAGIPRTLWSSVSHTTQESRNHMHRLNLMLYAFIAEWLVVLCSPRVLL
VSSCPSFVRSYWCAQRLRCELCGNMYSTECMEAVIWIWLGMETQDNACFDFRWTDPWANTAVEEGSQTPHDPRMSTVIDR
VEGEKWLLLDCAYPDFADAEPRHVLVAVANAAMRMHEQLMRRVVQRTERTLLSSNIVRNHADQAARTRDERSATRLGLID
TVVDVHATRHRIGFTDPVDEQAQFHALSWAVHIALRALVITASVAVCFLLSFICGLVTEFAFDTVADVFLHRYFHIPERC
RTAVNPARSVLVGFYALVISVIVSKFLVVILSVMRNALQRVREHVRERILSALGFSSMLK                    
>Cmer_CML256C                                                                   
MAGVESAVSTNLRFCRICHEEQVLPGGDAAPLASKAEETKQQLLRTWSFILVRGFVQFTRRVHCGALRLLLKLVRQLRRL



RRKLGFGATCGEVETKDELRPYEKEALDDVRGTVENSPQVDMESLSDPKTLIAPCRCTGTLKYVHQGCLRKWLRRQPDPN
CWRCEICGLRYASQVQFRPAYEFLFQWPLRRDKSAGSDLDDAAEDDWFVASSDWDAPSLQASANNADWEYLAANQENQTP
SFMVWILRGWQALTQAQRQDPAIASRWLHWLHIIYIGLFSRHIFRQGQELAHLVKQTAALEPLSRALYRGSHAVRSVVEA
NALVALRTALIAHYLIFLAVDVRFLYRQFKLWRSATARILILNYTESEAPSRG                           
>Cmer_CMT548C                                                                   
MTDEECRICREPGELHRPLRSPCKCAGSVRYVHEDCLHVWLRTTGYSHCELCGTAYRFEPVYRADAPTTLRLADLFWGLS
DLVASGYARLARASLVAAAWLLVVPYATWIIWYAGFSKSWTDLEQIKNVGNLSTIVTRLSLGLVLCILIFLACLGLNAIQ
EHGREESRRTLQSLTNRRVGQTGYARRVPHPLHRRRSLWARQGIAVPAAGTQFPLTEERSLGSMAGIEDDAGGSEESDDS
WPSSMTSTPAGEGRTAPSAAPSPQETQWTTEPNAPGLFSFLEHDSGEDLTLSEVLGLKGPLVNLLTNVIIVVISNAVVID
VFAVSPLLLGRFVLSLVFRLKGPVLKCLTLPLVHWVRLIADDDVPRSLLDTGAAVSASSRNVPSIYSICIGYVVFLGLIL
SCIRLLERVHVRGGTARWQRFRNTLWILTFVQVTARAILVMMLEFIMLPLVFGMAVDLFAFPSGLGTVEVRFRSILETDT
RNVLIHWTIGILYISGLSVLIGILREVLHPRLLRFLRDPNDPDFDPLREIVTRPLRFHLRRLGFSTALYVPVIGLTVYAP
TQMVLWFSPNVFPLRLVSGLGSGWDIALCATVIGLFLSGLTRLAPLRSITQEVVAFWTHHSSRLLGLQHLVMRPTPQRTE
SPTPADVTSVPEPQVPAFSSRGSLLPVRIVLFAVLWFVFMSCSIALVLAIPLVIGRAVSTYLHVLAGDTLAEINDLMLYV
LSLTCIGIIATAARTVYQTYQRGDLLALSVSVAEHMTQFLAIAGASVIWLVLLPYLLGCIMERNFALLATVPSSDVSFAR
WVQTWLRGFLPQRVLWPALFRPRGTSPSEHPALADCILPERLIFRRGAAPVLVFTNLLRICIFTACIAMLPLLFQALPGH
ESTQSGIFVLLHIAYIMLQLGVLAVFGRDRFCDLYRFLIEQIRNKRYLVAMRLLDYSERYHFHEG               
>Cpar_6133Contig37390                                                           
MEGRCLKRQLDANAGDSGSGDKENLPPSKAASPSSKRARTCEEGGPACGERTLTLRLRPAAAFSIYASSQRTIVPPEAPA
AGHGEEAVGKVSAVAVNSIPHSAPVMAPPQAQLVAATNPARSNSIPALAMELQTAQLQDARPSVGGPSAASAKSTIAANL
QRQPSMATRAQHAASPRPAESTAEPAAACGDPYPDPDGRACRICRGGPVEDDHRELLQPCGCTGSMSFVHEECLLTWLAR
KGRDECEICKTKALCKALWRDIRSQIEQFLDIATIACIFLPIFVPYLVGRAGVSFGLWYGPLAPENTLPKLENLLLQLVP
GTWVSTGEGTLATSLLNAFACWLVAAPFLVLLALLVYYFFIDSSPSEKLFFALLCARIASGFVIFHFLFKRDSLLLFDVH
VSAPYIPDWLTKIPSNLTNPNNYAAFEMACYLSLVGIAALYVFRLPSVRQLGEPNSKPLAKALAFLLSLAMVFGFFCNLI
ALASALAVARWRYGAGGPLLSASASEGELEAGPASCDIQALASLALLFGALCLIAYLYIAAKFSGVVGLGLIYVAIPALV
GMFVSYAALPYPTSTPAAAININAPSVIFCTVCHWLLYWVPGFVLLAALKSNAGARVLGRDIRRVLDLAVAFPPDFSEEI
DVDVDFGWPSFVTVPLLSAAAWAVLRWRGPGVAPLLFRGPLVLLACLRAGFAVRDWVRDAERRARSEAFGPDARPERRLL
NRSASGVTRS*                                                                     
>Cpar_6292Contig37538                                                           
MAENSGSGELRVRCRICFEDGFLRSRKSSWLAEPQEEEDTCIAPCCSGSIKYVHNSCLQQWLRQRRRYACEICRPYIVEL
KRPGVLGTLRRMLLGNGWRPLAILAHVAYSTYLGQRIAQLARHTLRSVRHKGHPAMRASRAHALLFFLATGAHYLVFLVL
DIRFLLNVFSHYRSAGTVLTVRGRD*                                                      
>Cpar_26362Contig53093                                                          
MSFVHEDCLLTWLAKKGREQCEICKCNALRNALWRDIRFHIVFTLLKLILFLDQFLDIFAIVLIAVLHCARAASGFILFY
CLFKHNCACLRLFHVHASAPDIPDWLKLSEFTITRALWLQLARYAIGSTVTPLAAIGAAAASRAAIPTLHFRIELYGDTW
RNVVASHIAWACVYMFLNLREPFMRYSVLDVMLKISAWPARYLFGLSALGEPSSRPAAKGLAFILSSTMLFVFFCNLIVL
ASALGGAPGAGPPPCDVKAVACLALLLALIGLLVFACRALKADFAVQHAYDFCVTVLLFAIIHVLLISVPVLVGIFFSYV
VFPYPAPDTTDSAV                                                                  
>Cpar_30386Contig8066                                                           
MAEGEALPAVDPQGGRGDDIQPSPPPSASPPPAAASGEEEEERVCRICRGGENDEDNGPLYHPCLCTGSIKYVHEKCLTM
WLARTKRVYVLRPCARLTQTDRSTCELCFSEIYESVYVDGSGKPPRLPPAKLLGGLLRRLGGVLQRVGRLALVVFVWLVL
VPLATVWCLRACFARTLSDAAGVLRARLGAADVATDCVLGSFVSATIILLFLGISFMREHLREHAPQQQQQAEGDAAGGG
GPEQAGEQEDQQQAPPLGDVADPAAVAGPDGADAEEAPIGELIGLTGPLWPILENAATVLASNALCIAALALAPFNLGRL
TRSALALLRPAPPPPGAGGEIPAPEEAAAAAAAAAAAAELQGGVWEASLPLGPIAENVRTMAVGYAALLASLALVALTAP
LWGPRHASPRAHIAHAARAALLLTKGIFLALLELFAFPLLCGALIDLCTLEGGLVEGSPAARLAFLRAAPVACLTLHWFL
GVTKTLQPMFYDFYETQTTLPGASLLKVEVWDYDTADKDDFIGETVIDLENR                            
>Esil_CBN76770                                                                  
MEFEGEDQRTLNELVRTLSGRLDLLIDGDQPPHQRAAGGGGGGGGGASPSAEDAHGPSPSEDEPPECRVCRGEPEPGRRL
YAPCLCSGSIMHTHEDCLLEWLQHSGKDTCELCGALFRFTPVYDAGAPQRVPLYQVLTTCGRKVMVKWLPLCLRVLMVAG
LWLLFVPVCTSWLYRIWIHRTRVLLPQLFLQRLNMACIWSDCISGIIVTAAIILSFLSLMTFADFLADQLLRDDFGGIGL
DGMNLVEAMAEAMDDLRIDNNNNQVHDRVPPPPQEPQQLGPLPGHAPDRRANHGHGGGGVGGVGDVVAPAAAAAAAGRGA
RAAEPPAGGGRPDNRGVGEAHQGEALAAIEERRPAAPREAESGGGSPAHPADGSARDADDHDRRIGSNSTGGGGGGGGAH
GGVKAEGLATEERNIPREGERVSVPELAESAAAAERQNLAQPRFRRNVDPMAYDTDDEEGEEEEAAPGDTFLGLKYRPPT
PPRKGGGQGRAAQSRTRRWSGHKDDHNDAAAAAAAAAALRAGANNAEPRVRADGGGGGGGGNGGGDGGVAPPRPPTPPLP
PPENAEPAAAGAGAGVGQVPRVPLAADEEEEPEDDLNDEFLDGDMDVHMAIDELLGIRGPVTMLLRNVLWLLAFHGAYLG
LFAFFPFSIGASVTHAVSKYLDPHVLSSLGGRSELYLALRDVVQGWYELATSSEEQENTLRLPDLATICLGYMVMSSMVF
MWRGIINAISNRTNTQILLRAKKAMRVIAAVVKVGLLLSLKMLLLPLLLGVCLDATTLPLFGCTGEARARFMAQHLVGSL
LLHWVLGITFMLFVTVSVLQLREVVHPEVLSLIIRPQEPHPDLLGSLLQESGRTHARRMAMSLAIYLALVLMFVWVPTRL
VGTLFPAVMPVQLELRYGMPQLQIPVELVILHLAMLAFLEKYQNRIGEMQHSWLVAVCGRLGLTRFVLPQPIVARLPRPG
PPPTTFGFSTFDDADGAGAGSAAAAAAEANGATAAPGSTLRRRSTSSRGLGASGGGGSSTNGADDQGAEQGDGGGGRGWG
AAVKAWWDGGEAGKDEEEGIIVGPPLRRPPPGWDDPAGVAQGRWAWGAEPPGEVQLNLAPRRRHGARAVPLVAVLLLAAW
ATVLVAALCLVVLPFLLGRLLFSLIHLPRRWTHDTASFAVGLTLLKAALLQVEAGLAHGSWAEVSPRGVLWNFAGAVVVR



LLAMVLIPTVVSLVAGTWMDAYGADGQFVQLGHFRAALFALTLTRASAYLIQPVRAWLTALHDSVRDDRYLVGMRLQDHS
DKSQAGALISREIGLARGRQEGPAS                                                       
>Esil_CBJ28254                                                                  
MKGGWAKSYGGSAGAEGSGGRGGDGDGGEEEGAEGRGGDGAVRGDAGSDSEEEPECRVCRGDDEGGARPLVHPCRCRGSI
KYVHQDCLVEWLRSRGGGGGAARGGGGAEGGAGGVPDDASALQAQRCELCREKLVFKARYRPGAPAKLGIYQFVRGAVRR
ATPRLLDAFRGALNMQMWGLAIPVLYCLLFRLGIGLSLLLAQEFSAIFLGAGGGGPPSAVAGGGRGVSLPGLERVGWGSW
MDILGDWCGGVGLMIGVMCLGPPCVELALEFVNLVKALPVVLERWWLGDEDELRVAGGPRNEQDPPDDILVEVMLDRVRD
RALHAAAAAHDAAAAAHGAAAAARDAAAAATLPLPAGRAAAVPPIGEEGGEAAAPAAAGGEVEASGVPSVGGGGGDVGDY
DGRAVAAAAEVPIPPERGVMDGEPPVVGRGTGGPVDGNNGGGGGGGGGGGGGAELPRDGGGAAAGGGEEDNAVPAGVGGN
GAPQAGEHGVGVAVPPVGDGGEGRVLAVGGGGVAAGIQGAGGGEGEGGVHVVLGLLGRVEWFLAGVLEQLAAPPRDEDVD
GEALFLWGWPAVGAAGSFLAFMALLLLFAQTVPYATFHVASGAVNRSRPLPLRQQRDTSWSPYSFFFRDSSSPPPPPPPS
SSSSSSSSSSPEGPFSPAPLRSTPDWSSVFRPSPAADAALFVLARPPHVETHGGGGGGGGGGGGWGERGGLLLLPTASSR
AWWSISPSGRLARVSSSAWETAAAGVSAGAGPSAVAPAAATASSCNTQQGSANSSSGSSGVAGAAAGGRRGETEGRRGDG
AAAGGGSEGREEWYAMTLLFLRGPVIPGTSGLRAGAVIWQTVQGHCILALTLLLLLALYSVVRLRFVVLARHLEVAATAG
NNGGVDSGLATGGNGVRGQREMGAGAGDPNNDAGGGVGDEAAAAVAVANAGNAFRRGRDGFIPGMGPRLGGGGPGGGGRL
WMRGGGPAAEARAAGGGGGGMLERDGQMGLDLKVLTMGLLELLVLPLWVGVAADLFSLPLLASTLEARAAWALANPFSSL
ALHWGAGSMAVGVVSCLGREIGRALKPDLLPPWANRPAEQGLEEVLVRMTNENFLAQLRSFLVSVVAYPAALALMVMVPT
HCKGFLAPRLTSRFLPEFWLSPMVLGIGEPTQGDRLGMDLVIVHFILPVVMEHLKIRGPVRRAACWVLSAACGATGTRGL
LLHPALVAGRGAAANDPDDLDDLELPQPQAPPPPPPQIPPLPVLGNPQPPAGGGAQQQQAGDGELNDNEGGAADERGVGE
GGGGGGGGDAYGVGGEAPRAVRGEGGALGEGGEGIGRVEEEGGDGGGVVGGGVEREEEGGGGGAVAQEQEEEEEEGGEGY
ERRGAFAHVVEAMRVYAAGSLVCIALAVVPAATVLLPLVTGRSLFAAMGLPLDDDLPPLVAGGLLCAAWAWALSALIRLQ
VAAGQHRRLLCNALMLAGKWFVIGALLVGALPGLTGLLVHDALRGPLPPTEETAALTWGKIWALGLVCVKLWARCVLAGA
VRDEAWQGRLRRLRENGFRGVDFKFTMLEVCFPLLDVVGQFYFWPHLLNRFALPLLVANQRDLRVIQKGMPFVFLLLKAL
WSAAMFVVNKMKALHDLIRDDEYLVGLELENMPPQGHADDATTS                                    
>Esil_CBJ30649                                                                  
MGNKAAIQLELSNGEAPVLQGEVMSVNEEGCSGLPSAAAGASDGSGDDERADERAYGSPAEAEEEGAEVEAVTTLAPGER
AEEANNFSRNKSETSTSNNQPSAGSPRADAVAVRALEHMTVANNDNDAAAAAAAAAAAAAAAAAAAAADPVLPPPPPVLP
PPSVPPSAVANDLQLPPLNDPSGSEEAPRLSGRGSPSSGGDHKGAHVEVSVFKYQPGVQTPVEQLHNYRISSRGGAITGS
LTQTEERRGENVSGSVDIAAEYEKRKGSQVVRHHIKDHRAKQLLVVPNDDKFVAVAAPEAFSRHSGTCMILGGQGAYGNG
TSKSYELKLGNFLRIGSVGVVVSEIHTGAGGEHKCLSWEELTCLKGDIAAIQKDLVTIEALTAQEENAEADKLTGVLQNG
GGGVVNTRMCYMCFDDVDEPGNPLVAPCECKGDTRYVHLNCLQKWHTTTSENKVCVVLNNKGVRVCTVCKSPYKASVRLP
GGESISLFQSPLPPPYICFMVVTRHQNNEELFSTKYQLSFNSVMNRGGTASTKELVVGRSRQCDMVLDYRTVSTRHANVR
FQGGRFYFSDLMSSNGSYLYLREPLQLPYGETVFLKWGSNVVSLKAKRSSIRHRLSSLVGRRATVTNKKDNPEQEFTMLE
SLCELGNSPSTDGAADGGVKAAVARDGGGPSL                                                
>Ngad_00366                                                                     
MGVASSTMGAASSSAQDGSSDRMDVEGVSGGSSGHSMAASQRWSRSSLRMTGGDDTAMSVQVKIMPLVPGTATRDVKTCK
ITSAGAVLEGKMSPEIRNIAREYERAMGHSLPRIPIDDRRAQQLMVVCVGEDFYLVPAPELFSRHTGTCRVLGDKHQRTM
DYHLEVGDFLRIGSVGLIVSELDPGQEGEVESQGIGGAGGRLTVLRGIEGGRGAGEAGAPSRQGQGPGSLPDGGNLPMMG
EEDGRGTSSSGKAGRNRRSSRGSITEKDLFYLREDAGEIRQDLFAQEEAATAVQEGLAATALGLSPGRSPRVALCYMCFD
DEDSSSNPLVAPCLCKGGTRYVHLSCLRTWQASAGDEKDCVLTSAEMKTTCKICKAKYKTHVRTGDGRLLPLLEHHLPPP
FICFLVVTKHDAAEELFNTQFQLSFSENKQILIGRSRNCHMVLDYRTVSTQHATVTYRKGGFYFRDLSSSNGSMLNLRRP
IKLPYNQWVRIRGLQGEAVLDAGEALVHDRDGGRSGDSGARGGGGL                                  
>Ngad_01923                                                                     
QAGACPIMPSILTRRRGLNDRFQSSAADENTPALAIGRSRLPSPEAPSRKICRVCFESTRPETLISPCRCSGTQSYIHLR
CLRRWQRSAMASTNPLRAFTCGVCAASYTDLYSLVHPPVTRRAVPGGAASMPQGQGPADAAARGRAGAQEAPRGALPVVE
ARMGLSEVVHKAVLGASVALESAASPSWLLKLLILLAL                                          
>Ngad_20266                                                                     
GKTTGFSMSSSPTSPHHVTRNGGMCPSSDPCDHFSEEIATPASPMPEASQCAVLSPDTNTLADGSAQQGIAILNEDASVS
GFGEVQQMDVDKGRGKEEDAVCRVCHTEAEPTEGRPLYHPCLCRGSIKHVHQDCLMRWLQASSNTAKKCELCGASFAFTA
LYAPGAPAQLTSWEMVQGLMRKGAAFDPRLVK                                                
>Aano_F0YNT2                                                                    
MASLLAANALENFEELGASDDDSESDDGAPRCRICYETGGVLLRPCACDGSMAFVHGACLGRWLAAQAPTGVSRTCDVCR
SPWRVVSEPTVGRFVRSLVFGGRGADAVARLLRHVSEPRHVRVHWEGDDDDDDDDDDDDFDDDEGDDDDDFAPRGAAWEA
AALGLAGLFAARRPRHAPTTPTMTDPDPSELPFQERREIVSQGRWVRSADAPLEVPPLVAEVPEVQDEEDEEAEEFVEPA
AEAPATPQEAESREDGQGAEEEALMEEIGVEESKEEPPGVSADEPRELAAEAPGTPPRSVLLLPPTMFTPRVQEASTTAT
VPTVVAQNLVSAWTPRSPSVVASEAERTICAAVASAPPHYRQMHTREVLAKVPGHHRPLRDWTNVPRADAGKPRGTSVVT
ALDSGSLTNTGAFEGDSPRSETLRRFEEAEAAAEAAAAATAEAAAAEAADAAAAAAAADAANAAEATATAEAAAADAAAE
AGVEAAEPKSAAEAAPEAAPEPAAAPLQVVEEVVAPPPPANVATRAESDVAPEAPDATAPPPPPLPRHSAPRRGLRSKIG
RAKTRGDAEDGPDFDALMKKFF                                                          
>Aano_F0YK96                                                                    
MAALAGFAPPKKLAGFADAKKQLKGFADAAPAKSAAAPLTSAAAAAPTPAAAPLKGFAAAKPAPLQGFAAARPAPRSAAP
SRSIPPGRVGGLVPRGVPLTKSIGAGGAARRTMLAEPTVASGVCDGCGWRECQCAHAKVAKLVGPPLPADARCRVCFEGP



EDSDEPLVSPCACRGDSKYAHASCLAAWAEAASRRGGAQSYKCPTCKTRYFGATAVALAVQRVDLELDRPAAPADDGDLT
NVEAAVYNMKVVCAYEDVALDAALLKRYLNRATRAARAPEVLAVLARLDGGRGPGGGGDRPDERALAAEVAAADPKTSAD
ELDLASKRHVLSMLVVERCVLAREDAGGVASARDERRYLDDAEKAKALAAAALATCRRILGPSHPDTGKYLRFFGQISMV
CRFLGDNVATRAKREAAVERLRG                                                         
>Aano_F0YSY7                                                                    
MASLLAANALENFEELGASDDDSESDDGSPRCRICYETGGVLLRPCACDGSMAFVHGACLGRWLAAQAPTGVSRTCDVCR
SPWRVVSEPTVGRFLRSLVFGGRGADAVARLLRHVSEPRHVRVHWEGDDDDDDDDDDDDFDDDDGDDDDDFAPRGAAWEA
AALGLPGFLPHGGLVGRAAAAIARLALWSGFFLLAVAQGRAALRLFALG                               
>Aano_F0YN14                                                                    
MEEGAPGSTAVRIASISAAQNKRGKNCFEGGMKQGSFTWYKDMGGNSNWMYLAVSNATKEHLSLALWLLYEAATEPLVDP
LCSSGEIQVGFFNQSKNMNRQVPLFELAEESKPMLEMDPGDAATLKVRINDLSSHHQNQRFILVAGPADAPIRGSRSVPI
EIMSKPRVEDKDGDGSKRALDGDASSDPAAKRSRGDGDGGHSLPLFAQLAAVTDPSPSPERQAELAVALLGGLHPKVRAV
VAEKLAQSLDKQAKMTLFDQLSHDLKHGVYGAEERPKPKGRLKSLAKAIVEFKRNEKGGRAKRGAADGLGADGDGLLSEQ
QLTDFFVDEDSGINIFDALSPKNGDAAKKPLALARRLRLRQHAAFSSSTKSDYVVVGAGSAGCVVASRLAEGGASVTLLE
AGDASTLRGPLSILTRMPTALSMPMHWGRWNWAYETAPSPALDGKRVSCPRGRGLGGSSSINGMVYVRGHALDYEAWADA
GCRGWRWVDVAPYFKKMEHWAGDDADGLRGRGGPLHVTDGANALGTPLYEAFQAAGDAAGYGRVADYNGRRQEGLAPMPM
TVFHEGPRRGERCSTFAAYLEPAMDAHDALSVVTGARAARVEFDGTRAVAVATTDGRRFEAEKEVILCAGAIATPQLLQI
SGVGPADLLESLGVDVVVAADGVGSNLQDHLEFYFQFAVASGSLAPYLAPWRKLLIGLRWLLRRDGLGATNHFEAGGFVR
SAAGKEYPDVQFHFLPVAVSYDGVTVPHTASGHSFQLHVGCNRSKARGAVAAASPDVETAPAVDFAYMSHDDDWTDYRAA
LRLARELVGHMDLEGVEEVTPGASCATDEQIDAYLREHLESAYHPCGTCRMGDDAGAVCDAEGRVVGAEGLRVVDASLFP
SITNGNLNAPTIMVAEKLSDAILGNAPPPPVAHAMDHPRGHVDPNRMDADKEPLPALPGCPAGGSPAAVLPEAPPAASQP
PEGEEKAPAEAEASLEDDGPRQCRICFDSDEPETLVRACLCNAWVHLDCLNQWRQGRYPKARRECNVCRARWTTAAPRRE
MFARRVRTAPRYRPAAEADLDEPALRSKMRVGCLISQSAARADVEALVLREGEGSKRERNSQLQRLLSRPFFTREGEGDD
ERAAQRERAEAEAEAAAAARPAPRPSLVSRLRAMLSPPRASAPPAPTRPREAPPRVGTMASLMAAVLRARAQRHWHKGCF
VVLFVGDGSGSDGSDAIVAANLTREVRVLGDDQGRTRVIQRDDGEADEDDGRRRRLSWLRSLRDGAAAAPPAPAAAAPAP
AAAAPDAAAPDAAAESESESDDDSDDSDGDASGREPAALRRARAGVEKLRRRGVKTTLFSGGPVYRNEPLGLLMLWRPEG
SDDAGPDDAALRAAVGDVVPWRPDATEAGGPSRAFVGAVPLLRKVWDLHGPTWRAEALAWSGVAVWSADQLLAEVSRGSW
VLSSATWRDLSDDAAHDGPHALWSAVVARDGAVSAAAADAAAATTNAILS                              
>Aano_F0YGI6                                                                    
MASTSILIVDQREATQRTLKLTCKTTLTAAKLKRTYGKHTGEDPCLFVLTRPNGRRLEPDEHLPKSVFVVAAEPSAAKPS
AAKPTAAKPEAAEPAAAAAPAEDDRACRYCFESHEPLISPCECRGDQRYVHPECLRQYQRVLLVNEPVHPQLYAAEHDPR
TTICGVCRSPYSVAPPSRRELAESFTGPELAEQLRVGSVLAVRPRHSAHLEAIGGAAAFVRSLYLITNVEKDDGSLTLEL
RTNSEAEALRKRLDAAGDAVLDNGRRFTLAEIRRGSGVVAGRDCLWALRTLEAPAVAVLRAAEDRTGPGGEDHLAAVNLN
ARIVRRTARRGVELRHRVGGVVDPHRVTCFLVPGDAETTHGHTVLFCGASEQVATSAAALAEASRREAEAEARAVDLAAQ
RATTVRGGVVRGQAVRVVGLRDYEGEVGVACGFADGRWRVRFRDGSLKAARPEHVEPREEGPFSGRVDVYWGDSRWSRAQ
LLGEIGRGHWGVAACCVADVVDDDRYETAAARAVFAARSAMTDPALR                                 
>Aano_F0XWK1                                                                    
MAALPAEPAEGATLTIDIHSARNTTHQRRRRFAPDEVGDVVVRYLAAEGFGDCFAGGWTLNDATEYPEAPLPVAAFRETT
LQASGLWPSARLALRRRPSHAFVVRTTRPSDGEALVECLGDDLVSDVARRAAAELASLAAVPSRRWRECRVVKDGTILDG
DAEVGACCDAESVLFLAPPKPEAEPARPRPTRENAPHVARPPQPAEDHGPPMCRICFSEEASRDDPLISPCLCSGSMRHV
HVSCLNAWRAAAPDARAQFRCDQCKYAYRIQRTRVAAFLQSERGAVSLAAAGLLTLAFLLGGAGLAGTSPAQRWRLYRWL
RVDIHPYRPARFGALREVLTLGAAAIGLLVFLLYAATELYVAYALHRAGVDWQRAAHPALLLGLWVAAETHDAKRGRALA
VVGFVIAARSVHVSAFATMRRLSQRLGDRVLDVQAARCPASPSSLARRPAAAAKASGSKRKADDDASSGGGTTRSGRAKG
VVSRYDPTAVARAPQWGRAPSPKDGKTRRASMGCTSGADRRFEPLDRAALPPCAPENYAPEPDLLYAAAWAPSADAADDL
ARLRALVPALPLPPSPPASPGGVLAALRAAAPPPLSPAGRPRAPSAPSPPRGSCDVGTGAAPPSPPPRSPPPRLALGSPA
CPASPGAWSLLPPPESGDAPRVVVDCSPPDALALEALFAAKMDVSRARSALERRAVGVQSGARPGRGECEALLEAHGGDV
NHVAKQRCGDDAPLRRSVTGDLLAALYARRTYYGDDDSSVGAFEAEHGVDDDASDSESSEEDDDDGARVVVCDDWAGERA
VRESVLLPLADRAARRFYDRARASWGGASWDLRRGKTGAETLAPQICEPGNPNARYTVLCVEIYVDSDDNTPVMAFRWFY
KKSDLDKKLGADVDAKDELVLARSIHSTPLEYVRGAVVVHDSDGPAKAAGPKGKRAPVFFCTRDYDERKKKLYKRQL   
>Ptri_XP_002180617                                                              
CYMCFDEEDSEENPMITPCKCSGDTKYVHVDCLRKWHTAEADNQICFLSSVDATCSVCKSTFKSDFKLKDGRHLKLFKSS
LEPPYVSLLVATKHEMAQRLFNTRFQLSFSTLMKPDGKNATRPLLLGRSSGSDMVLDYRTVSARHASIRFKNGEFIFTDG
GSSNGSYLYLRKPLELSPSQAVQFRLGRSMI                                                 
>Ptri_XP_002176733                                                              
MSPVGDALLGNDVDFHPPFPSDKADYLQATVLQGLSSASARVILYSVESPSATVTVSPAVMNPQKLPAGSRYSTFKLAVY
DPSIRETFNYSNPARIASLLSKSAVSTFRNNSNMSHSALSDYEDHDEEEDECRVCRGPEEEGRPLFKPCKCSGSIGLTHQ
DCLQSWLEVQRGDGRCELCHTEFRFAPQYDNDAPERLPASQVVLSLMRQFFSRWLPVLIRCVFAASLWLLVAPLLTAYVY
HAWMHQPSVVWDRCSDWSLIPGDMVSGAVLVGVIIVSFLSIMSFIDFLRVEWHPDGRPRPRWGEEGPEPAVGEAPAPDEN
AIDNAVWDAFQRQVVERHRRQRGRAVPQRVEHELLQAHAPGQPRTEERFSNENVELDASGSDSESSWQDDDDRDDDDDTV
SDDEWIENVEEDDDSVNDDNDRDEPQLHPPAVPIVDDRDDGDENPQAFGRNNFDMDPDDGMDMDINIALDELLGARGPIT
SVVRNLLWLLAFNTVYLGFFGFTPKVLGTITSTIFRNTTVWSPMVFTIVTNATVPDDTQIANESLSIWTAYRAIESESAS
ANTTFRLHDLFLVLLGYASCAGMVVLIRFLWLASQKIRALRSGRADNPVPLRELQEGFEEMNRIMRMGPEQMNMVDDNVA



IHVFLTTTLDATLAITKVGVLLFMKMFLLPIWLGLCLDVSSLPILGSSFEERIAYAGKDLFSFLLLHWVVGITFMLLVTV
SVLQLREVVHPELLAQTIRPQEPQPDLLGNLMNESIITHMKRMVLSLVIYVVLLAMYIYLPIQAIMASGVSADLSMAQLK
FWYPIMPELQVPLELLTFHLCMLALLEKHKNSIGEIQHYWLKFISRLVGLTDSLIPMRVDCFEYVGVLPIFEHEAVSPFW
SKLAKNENEREKLLDESVATFLKSDIPRVNIGQSKANGQRVLASKDYVRLPDVLPGRLLRSRSVLMPTTIGKYRLQRILS
LDGTPLIEIWKEERGTPIARPPEGWDDLGAGGADVQGRWAWGREKKSVVEEAIAHRVDFFGRHKASVSYWAVWVKLIFMF
FSAWLSTTCFICISLICPLAFGRTLYHILQVPQAYVHDPLAFVVGCLIFFPVARCIGRWSLSGENSLMQRLFSWLRSYRR
PPSAKARLLLVTAITCFGLAPVLLGFIYHALLVKLPPFFAGTQEWIALSLFSSYWATGFVLLFAWARLCIAEAFTKKFWK
GLMGAAGDVDDNEGNVQNSLRWAWQGKEGRVSRFTKCWRKVVLTWEFDQVDLNTLVDDVATPVITALARVVVPYCIFMML
IVRTFGLDQVTVATFGRIALGLLCAEGVSRTWRIQFSNWLEAAHQMARDDRYLIGEMLMNYDG                 
>Ptri_XP_002176603                                                              
MPVYLCQPGFKTEDAWRHGIQVFAAPFPINDGGTNSSTGGGGRDLLVASVDGATTTTAKQSSIHRSLSPGQPIRRVRHAE
VVIVDDICVSYNRYWLRLRWPGSKGGFAGYIAMGLVSDFDVSKEKISPGIDEDTNFIMRSAEASEDRTGAEETDVDDPTR
EEQPSEPFENECVVKCIRTGIEYQTSPALRLMAIYDDGISPSVSPAPFPTEPVFCRICREGLHDDADEEQPKSAAEDADD
TRNSSSGTLGDEDDVEPVGVDPTDAVRDAPANKGPVIPHPHYSANSHALENPLLAPCECSGSMAFVHYLCVEQWRCRSRH
PEAKNGLNCETCGTSYALPPPSARPAAPAMDQEDWLDAMPPHVLQALRQPHICWQIGAAVVRRRYLRPIAPVLMSPLVAI
YCRARRLLKKRGVARRRWACSLCRRRARWKCVRCLRSYYCSRQCQNVSWHIVHKHVCYKPVRFWWSVGVYGAASLALFPG
ILRDPLMYDLGLGIIPLSFVILAMLGGGIASCSKSFLGMDMRGRFMEAAVVLATAFVSFVSWKLIQGFFGSPEVCHGTLG
AYIVSDTTVNETYLLQFLYRVLLQPAEAYYLWCDRKALNSGLWLKAALSRTDKHNHEWLLRALAQRKRRFFLP       
>Tpse_XP_002293480                                                              
MPVYLCQPGSTSKEPWRHGVEVYDRPAPLDSADLNASAMDSGGGVAGENADGADGKMLAEEAAAAQQRPDTTTTDDKSNE
QQVSSIGITTRNQHQQQQRFLQNHMTPHDSGSDFSLNESGSGGHYSGTTTTLPANHRGRKLQRQPLLPAPNTVRRVRHAE
VVLADQALLAYGRYWLRIRWPGEHGGFGGFVALGRASAADVDAACDVGRGDGDGNNLNEGRKEDGDMGGTTGGVSSKNIN
EEEVVLCQEIPPPSSTSPTATTSNTTRPSTILCQETNVYYPTSSAMKLLALYDDGLSGEGDGDAIIGGIGSMEEALLGSL
ENGEPVFCRICREGLHDVNYDLETVSNNNTTASAPSDDDASPGANTRTRPDGPNSEQSVGGANEGGDPSSSPSVATTATP
QSSLLLNLPPLILHHPTAENPLLAPCDCTGTMAFVHYLCIEQWRCRSRHPGARNGLNCETCGAEYTLPPPPSRPASRNDA
LFNNGANGNVIAEDDWLDAMPPHVLAALRRPHPWWQIGAAVVRRRWLRPFVPIILSPLVALYCRARRTLKKRGVSRRRWA
CSLCRRRARWKCVRCLRSYYCSRQCQNVSWHIVHKHVCYKPARYWWSVVVYTAGVLVAVPGVLKDLLVYDLMVTSLVVNF
MVMGVIGGGYATFLKRYYGRDIRGRFLEMVVVMLTVWLTVINSGLIHGYFGDVSRCAGLFPMLGSVSFAGFPFSNIVGTL
VQIFFQMWQPWYKRWDYALGRFGFLSDRVLCTPSPEGDTDYATIGCSPSIRNMDPEFYLGEEGQSCRADLVLIAVMWAWA
GLFLAAGSLDRYLRGRRAALAQRGRARPHQD                                                 
>Tpse_XP_002288979                                                              
CYMCFDEEDTAENPMITPCKCLGDTRYVHVDCLRKWHTAEADNQVCFLSSVDATCSVCKSTFRSDFKLKDGRLVKLFKSS
LEPPYVSLLVATKHEMAQRLFNTRFQLSFSTLLKPDGRNGTRPLLLGRSSGSDMVLDYRTVSARHATIRLKNGEFIFTDA
GSSNGSYLYLRRPVELTPSQSVQFRLGRSMI                                                 
>Pinf_XP_002909743                                                              
MPPSPPASEIIDEDEDEAECRVCRGEAEPDRRLFAPCKCSGSIRFTHSDCLEQWLEHSGKSFCELCGHQFTFTPLYDANA
PDVLPWTELLGTGLRVVLLKWFPFALRAVLVLVLWLAVAPWCTSWLYRMWLLRASAMVNVNFSERFDAPHIVTDIFSGVI
LIVCIVFSFLALMSFADFLRFHLDHIEEEIAAEEVPHHHHHRHDVGQHMRRAQFGEGNHIEENEQGAEPRILEGPRRLGN
LDDNADSDSSDEEEWADRNRDEPFADAFIQHREFGLVEDADPVPQPQDELRQRRPLRDAPEMEEERRNVANAPPRGARNR
VDPPNMNQREWEDDFEHMEINIAMDELLGLRGDFVVLFRNVSWLLAFNGAYLGLFAFIPYTLGSTLLSAGARIAASLPIA
SSLVPIEKTATACNWWTFARAQWATCPFA                                                   
>Pinf_XP_002902859                                                              
MSANSDRRWSLARATEFFSGDGKPDMLDIRGMTAVTKGAAGKRDKFRKSVSRCGVSIYGPKHSAASAGDSANREKIFIED
PRAPCLNIDYSNDAYRLLPSSEKFSAHTGVCQILGTKCIRGGKHRIRVGDIIRFGSVGLLVTEIDTGGIGPNDATLSPSE
VNSLIQRVVCHDEALADVDSGMDTDDENGDASGNDESKPRSSLQRQSTSAICYVCYDETEDDNPLIAPCKCSGDTKYIHL
NCLKRWNTNGEKNEICTVLDESNARTCSICKAPYPSKTRLPNGKVLSLLPDRLNPPCIMFQVVTKHSSSTLNLSTRYQLS
YKMLMDNDIHRPLMVGRSSQCDLVLKYRTVSTIHAEIHYSKGEFFLKDAGSSNGTLRYIYRPLTLHNNQSLHVKFGRTVL
SIKPTKKIRLPHFFGTAGHLHASGSRMEDSGVQDDDELSNTSTPRNNRIRYYAAQQQVPTQQQPQQQQRQNLQTQMQNLD
L                                                                               
>Pinf_XP_002895278                                                              
MVDLRPIPDAEAMPPSPPASEIIDEDEDEAECRVCRGEAEPDRRLFAPCKCSGSIRFTHSDCLEQWLEHSGKSFCELCGH
EFTFTPLYDANAPDVLPWTELLGTGLRVVLLKWFPFALRAVLVLVLWLAVAPWCTSWLYRMWLLRASAMVNVNFSERFDA
PHIVTDIFSGVILIVCIVFSFLALMSFADFLRFHLDHIEEEIAAEEVPHHHHHRHDVGQHMRRAQFGEGNHIEENEQGAE
PRILEGPRRLGNLDDNADSDSSDEEEWADRNRDEPFADAFIQHREFGLVEDADPVPQPQDELRQRRPLRDAPEMEEERRN
VANAPPRGAHNRVDPPNMNQREWEDDFEHMEINIAMDELLGLRGDFVVLFRNVSWLLAFNGAYLGLFAFIPYTLGSTLLS
AGARIAASLPIASSLVPIESATDEELSIGSFFVKTLLQSIETAKENGDCLQLVDICTCTMGYLSICMTIVLWRFMVRTAS
SYIHRPLMDGLLWALRCLTAMVKVSTLLLLKMVILPIILGLCIDFATLHLFMVSAQDRIAFCMQNMICALMVHWVLGITF
MLFVTVSVLQMREVAHPDILAKVIRPQEDHPDLLRTLLSESCVKHARRMVLSLVIYAALLLVLGHAPVRIASVLVPSFFP
LTLRFQHVSPEIQVPLELLVVHLVVLSVLEHAKNDIGRFQHVGIVFASDRLGLTEYLLPQTELEVVVNGQRKSKIVVLPP
PPLHFHPHAQIPPEELRVDGHRYLPWPEDGLDDPQPVEYPLLPRERPSHLWLRLAGLAVFTWAVCVVVIGTFVFGSLFIG
RVCMGPFERVSGISHDPLVMAAGVQIVWYVVNSIHALNILMLPEDRVDPSLIQRGYSVRNMTLANAVTCIVGWAFVCPLL
LGQLMASCVASANATSVESFLMGYLGFNLLAWLVCCFRARRNRRRNQRQAALDELDADEDGFLDVDNEDELFEDELDDDE



LEEEEPRHEEGAVAATESVGFIACFRKAYRQLQFNVMVHENEGVRLRRDNIRDKCFDVEFFQENVLQPIAAFLLGMLVVP
WLLSAMVLLVFTYEKANLEKTAFAMCAFWVGAVFVLVRSHSHVTRWLSNLSESIRNERYLIGRQLQDMAR          
>Tgon_XP_002368248                                                              
MESRTSSGGRSGGRGNSRNRGCVMAISCLTWASDSHGLFDYESRNVFKKNFKVQCLSKSKFLVFVSALACSRVLGGFFSP
PALDCCSRSNTGCWQAWVVHACGFGFTVPREDCSLLVPISTLCSSLLLCVECFTGIHTQSARRYLAFSVALADGDMDFGS
RFLCIASSFIFHSSCLFTEDAYRAIRIKTDVLLLPEEEAIQFLHQQRDFPASDVRSLLKLQWTNGAYHVIPSHASEVCID
PSQAVQRSSSHARSSNSSGAAAPLSQAAPYTLIPPHRPPGGPAFSPFVSSQDEGPADPAPPVCPAASLPDSDLSPRGERL
PAGAGPGGLSRGPQSLFPPENAPHTSRIGSPGSGSASALNASRMVSPNPSSASSLAPGAGTAEAPVSSLAGSGSGQVPEP
GDRSSSRAPSVNDPLQAASPAPGTVSNIGGSVSSGPPRRHSGPGLDAPADGGSLSPHHTLQSGTEPAFEGDAESQQLEPT
PGAAAPAISVSGAGSPLRGAEHGASLRAQEPQASLLLPASSGVEAEPGLGGGGDCPRVSAEKIWLVVRSLRERGGVTLRE
GDVMKLGRFRLKVKELVANYQQAARAQEHRLPAADADECETVAPEPESHNPNLSVVNSQVDQPVPSAAPAPAQLGATDPS
GASQTPNASLGNSAAPFAPLRLQAPFSGAAGDRGDRGDREEDGGGEAGDGEREEQLREEGLLDVGLPQSQTGQMPATAAA
TDDEDACGTQRPRRNEGLRQSPSFGALPDPLLVADCSLPAPAPATPRQSSEAPNNAYGCFLPQRPACRICLCEAPDEDDA
ESRNNPLVAPCRCKGSMQHVHLQCLRTWMEGRLNIRSDGTTVGYFLRALDCELCKAPYPAFVDGGRGRVIELFEIPRPSF
PYIILEPRSSHPSPSSPSPPALRRGLHVVSLATRRTARLGRGHESDIRLSDISVSRLHALIKFSQGAFWLEDQRSKFGTL
VELKRPLKLERGGTGVALQVGRTVISIVVKRQWSFPLPVCLKGVRAPESDITVLECPQQSPPSASLTQGPPAISPALASP
HPPAGTQGSPASEGPPGARAALPLAVAQSPPARASAEPVAPGAALRVAAEAVRAVSSQETPQSPRQGLRTPQAVLSPRAA
GVLVQGPEPVPGAPATQEAEPAPVAGLEVFGAQGDGVAAAVGAASGAAGSEQHRVGGEFSAPDDGSREKEGDKGQGEHND
GEGRNSQEAEGAEAGSEGDLGNRNRRQRGGERSEKGEESGQTAEKEESKDEAPEGMEKREDEA                 
>Tgon_XP_002367567                                                              
MHDELRLRVECTTWHRDSHDLFDYETRHVNVKQFVVTRSARLFRLDADINCVLESAPVPGPPALAQSAAASNSATPEARD
GAAPGAQGACGAQSGDHRDSAPATGGASADRDQNGGQEERGSGASGTSAGVTQGESQSANAASAANAQTVPAAAGVVAAA
SSTSSPPLLSTDFLLSIKCVKDGKFVIVPADRSLCGSAATTLVPKKLWSIVREQNNNKHILQEGDVIKLGRFKLRVKQLV
TKKKSEDNAMGEESATGDDDSAPELRLEDGEPPVSRAAPEDMQCRICLLEGNQEGDPLISPCECKGSIKFVHVQCLRHWI
NGRLNLNEQQQRSAFFFKQIHCELCKVPYPTAVKYEKEDGQTTERMQVVSVPRTEPPFIILENMVGVQQKGVHVISMASK
KDLKLGRGHESDVRIPDVSISRYHATIRFVDGHFQLEDHNSKFGTLVCLRKAFPVGDVDVALQVGRSVVKFSLDEAPVTA
PAIADVSNEIQRQQSPIPEPSSFPAEQSSSSAPVSGSGSSGPSSSQVAGAHASLSSRLPPHHVLASLLSADIRQHQASLS
SHPRGANFSSFSDFQLPPHLASAPPGVAAAAAALAAATAVANRGAPVSSRASMGPAPSTALGSTAPVGNAAAADAAVAAA
AAAAAAARFEEAMAAAAAAAAAANQVAGTRGGPSNAGSPHGSQGVEGGLEGLQTSLASEGVATTAGGSGRVGNASYGDGS
VPPFLGLPHARSANSSSGSVASPSGSSNAFAHASASAQQLFALHQQLQQLQQAQQLQQAQQAQQAQMSSSSPAASALCSR
SLPGTVSSSQQVPLHLALAAVLQQQQEAAAAATRVYEGLGAPASGGAYGHATPAPLSQSQLAGTVSAPNSSPRTAQPRAT
SPHGFVRQGSFFSGSSNHTPRSGPGGASGTHSYPPMVLSSASPSAVNGFHVSPRGTTHANLGAAHGAGTPPHAHAFASSQ
SGVTPAAVQGGGPAGSSGVGPGSGPLCMQQGLSYPEEVGSAHAGGPNARVSSDGSATSGGVWLGGNCRTSL         
>Pfal_Q8I355_Q8I355                                                             
MITNKKNRTSKNKNYIINVNCYTWINNSHGLFDYESENFYKKCFKIKCLYNYYYILKDDINVEIKNEEEISNVMGNNNSL
KLICKIKYINNNYQLIPCIENIYDDTINSDTKVNEINENNNINSNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNSDMDNFWVIVKYLKNKSSILHEDDVIKLGRVKLKIKKIITNAQQEREYNKSQSPFDDDECETVA
PETEHLNTSTNNIMSNSYMNSSVINHNMNFTNNVLEDDICIHCENLIVENRDTQVNHTNIEENTNNSKNQNTRNTNQFMA
NTNVNVQMIDNENINNMNNSYLDDFYLFKNNTSNHEYSNKQMGIENNNNNNIHNGYAHGPQTYSNNIENVSKREGEQSKE
NLEKKQLRIITSVDNNNNNNNNNNNLVIVSNNIRGNNKHPNSVLKLSNNKDNNNKDNNNNNYNNKTNKCFTAKNVTLNIE
DEVCRDINVELENMNPNNDERRNTSVSIHNNNNNNNFMEDNMNVLINNNVHNNIISTNSNVLITTKCCCKQSGMNVFNQN
SNNIPNNSNSIIKKYKKEDVCDDLIKDMCILNGKEFPNPPSLYNCRICLCEYENVNNPLVSPCKCKGSMKYVHLNCLRTW
MRGRLNVRNDCSSCSFFWKQLNCELCKFPYPTYIYIQNKYLELYEIPKPELPYIIIELMNDRNKGFYIVSLANTKCVRMG
RGHDSDVRVNDISVSRFHALIKFHNGNFYIEDCKSKFGTLIQIRKPVFFNIRRNKFIALQIGRTVMYVYMKRKNWIFLPI
CLKLSKTKDEDVSTLDNFSSKMLVDNNMQAPINNNFEYNRDNNNNNELPNNQNTNQILERVNNQIINNESNNSNVHVNNT
LNQNRNVHINVSNNILLGGANSNHHNNDDNNDESNDNMYDNIYDDNNNNNNDYIVARGNNLNMCNNNNQQNVNNQININN
NNNNNNNTHNSINSIDEANINLNSTTSEQNLTLSNIPINNNIKNDQAHNNNNNNNNNTNNMTNGNISNNANSQNIL    
>Pfal_C0H5H1_C0H5H1                                                             
MIRIFLINNELRVETKTWTRDSHDLFDYEAQQVNKKSFLISTAIKLFRSKAQVSCVADSPECLPNTTQDYLLSVRPQEDK
YVITPAEHSLSNQYNIKKLWIIVKDLPEKYYALHENDIIKLGRFRLKVRQFIESVDTLNTLKLDDCPSKKCETILDSSNI
QCRICLIEGNQENDPLICPCDCKGSIKYAHLMCLRKWINGRLNLNDQLFSGSVFIKDICCELCKSKYPKSIKQNEELVQL
VKIPNLKTPLIVLDNIIGQTSKGVHLISFADKKYLKLGRGHESDVRIPDVSISRYHATIKYEKGLFKLEDHNSKFGTLVA
LRKAREIFPKDTMSLQVGRSVVHFKMDEEIPFKSGIIDIIENKEVLDSSEAPTNDKSTVNSAPPVNTTNNTDETNNRNNF
ERNQFLDITNASNSLQNSYSPYRVDNLMSLLNYQNEYRIFGIRNCYNLMENRNNQQLIPQMNFVSGANIDMNNDEINNDQ
NLLHHRDAHIHANVDEVAHNDCEETEQPRDISNQSNDDNNDDEEENHVNDQNDDDEDNHDNDHNNNNNNGGGSSSGSSDN
NNNNNNNRGGNNNNQYYGNNNNNNNNNNSNNNNNNNNNNNNSNNSNNSNNNNYNCNDRTYYSALSNKSKNNTIKNYNKFN
NIHIGNLPLDLSNIYESNNNQKDFVPNSDFIKNNSMPYSIRKNKLSYNKDLLKETKKYKDVDETNEKNLSNNENKYEKEA
RSNHNKNEIYTNYNMDENNSSFFFSNMKTPSLVDFCKYDNSSPLSYNNNKTKIDESDKNGSLIKEYKNDNKFNKNSSSSN
IYHKNNYLTINSNNHVDDIVKKDQHFINSKTLEDNDEYNTNDQRTTRSSLNCNKMNISNDRKDIAPLNNFSSCISNESNI
NAHNTYELYNSEIIHYVYPNQNVQGDNNCTTPRKYMKYENNRTDDKNTKFNEINTHNVDKKLFKDTPTRKYSCTNMNNMN
EDNYLNNEYNNNNNKNNNLSGPVNCRERNTTYNNTIENCSCDNKMVKGNKLKKNYKSNSCDEMNTCNKKMKKNMTKEIIQ
NKDNILNVEERLERSIYNNNNNEIDLNEKSSNNLYQNFKSAVFKKRMIGSPYTNINTYKNDIPNESFNFNLKEKSYNELE



TYHSLPNVNMNSNNILNKFNDHKKYSNNNINNNNRTYQFNNEHPTRISTSKFNIVHQLNGKEDYICTSNYALHEPGDVHN
KNEDSNHDVEHITSSDCRGTSIGQHVVLLNEGIKNNDKIFSDDNMENDMNEKYKNVKNNKHRLYSYDTLSFKRHMNNIKI
DNNDDYSKNKCNKGSLKNKNIGKHFNFNFEKDSRDLTLNHVDTSSSHLDHFVSESKKEMKFIHRSISMVTIQDEDNEIVN
NFREENNKNLNIYNGSKLKNKFSCEDDKGTLLKYKNITSTNYDYKYNNLFCTKSNNTSNHNIYINQKKKRCTAKY     
>Ptet_A0C0R9_A0C0R9                                                             
MGNCQTHCYQKSASQVNSVDCTKLIIHVKTWQKEAFSLFDYENAANVQEQTFQINSDGYLVGRNQVEWTENESIIKDQLC
KIKKKNENYYLVNSFVMNEDQKSVIQENEECHTIGNKTVSGKIGNKIWKVIHENGIPLKEGDVIKLGRVKFTIRSIVLDV
QHVQSILEFESQQSSVSDQQMCRICCSSQQTAKNPLLNPCKCSGSIKYIHLECLKTWLRMKLENRQSENCTVYLWKNLEC
ELCKFNFPPKFKSDDAYYDLIELSKPNDYPYLMMEFTNKQGQQIEWNNSSGVYIVKFSNSRDLRLGRSNDTDVRVNDISV
SRNHARLFVSDNQVYLFDNHSKFGTLQQIREEKLQIQRGLEVQIGRSLISFQ                            
>Ptet_A0D022_A0D022                                                             
MGNCCKQTGEKNFSSIQLNDLLQRKSLLLEQLQQLQNPVYNQTSLQIKMITWIKDSHDLFDYENTNRIAQSLTINSSIKL
YRDKSSGKIQSTQQGKTLIRIENRQNCFWIEPRQAKNDDHHVWLVIKSISQQENGVKLQYNDVIRVGKVEIKLKETSFRY
ERETILSQSVDDQRCRICLLGSESIDDPKIEPCNCSGTMALIHLKCLQHWIVTKYNMESSNAIVFLWDLMKCELCRSNFK
RKLQLNGQTVDLVELSKRQFQSYAVLEMKKPLLKSKERLTYILNLEKLEQFKIGRANDNHIRLCDISVSRFHCKLTLHNK
EFYIQDNNSKFGTLLKLKQSMPLLKEFQNVQVQVGRTLFEFENVSNGYQ                               
>Ptet_A0CSJ6_A0CSJ6                                                             
MIVTINNYSSYQSTKKKEDATSTQITERYAQESQNNTILTQNLAHYQSRQQSDANIEQLNLYPSDSHIYNTPKKQSKLNR
EFILKSNEVLKNKQLNLTTENVNITTSKLNSSIIVLKKLDEKECKYCGQTDSPNNFIRPCLCKGSMQHVHQQCVQKDIEN
NFMDEKQRRFIKPIRCEICKFVFKIKIYRETNLLQSFKDPIKHEKLLFLTFVLTILVLITIALIIMSILIKEELRLHIDL
LMGIVIAFLIVLGLIVAFSLNFLDLITNYYWFVQDRQIGNKVDHGIQVDYQSLNLILSSGTLKYQWNKSQVLPLNE    
>Ptet_A0C6Y9_A0C6Y9                                                             
MGELIVTITTWDKPNYELFDGESQNYRIQEYLINEPGIFCRNGENETFFDQNLSRKDGVRTLFNVRIDDGQFVIGDKDKI
EDLWIQSKNEQQIRQNDVIKLGKKVLKVLSISNENNLHLTHYQNVASQIENVEASLFESSNMCRICLGHTCNTSNPLLSL
CRCCGSTKYVHYDCLKTWLFGKMQAKQTQYCTEINAKSVRCEICQSFYPSIVYTGTSVLALYNLENLKYHVVLEDIENQT
ILVLNFKDLTTLTVGRGHESNVKISEITISRTHLAFVVRNEKLYIEDKNSKFGTLIKLQKARRIEKNETLFLQSGRSRIM
IKHKAKPKRCALLCNFLE                                                              
>Ptet_A0C781_A0C781                                                             
MADDRNDATSQNNNFIFLNTSEQGINENVENQKFRKKILKTIYLKDLIRKKTVGCRIYTNELNGLFPQEINKICRICIQD
DQSSQFISPCKCKGSTEFVHEECLKMWILQQFGVNKILNREVLYCEICKYKLEYRVKFVNRFDFFQFRNQKLATKLCWVI
QFIIMALCIYAQITIIQRFGINSLSTISIFIAICLVVLVIIIQFSFSFLSAIKIEMMEKWEFHNYKPSCRILDGQLEMPG
NFLKVNLIHCL                                                                     
>Ptet_A0DEU6_A0DEU6                                                             
MKKNQKHICWICYQTNTHKRFKPCYCKGSLSYIHRKCLNEWATKQYNQNNQIIKCPNCKYEYLFAIKECYKLRNFSTWQF
CDSIEKIVLICMTLGLIMISGLDFMSVSDYMQVDENDKQEVTMFKWVNRVHFGTVLIILCSATFNIVQMAVSKTELEILD
IRY                                                                             
>Ptet_A0DYH7_A0DYH7                                                             
MRACTPSKVKRYEINRTLMPYKVHIVAVIWPENQHKLFDFDSNSYFVKEIEVDFSCILIRYSLLALIATVDKELVALTQT
EQAENSTELVNITMNEQDAYINCISEQQDHKLWAVLKLESNQFSSIEHRDLKIGDIIKLGRVRMELLEYSFMTPCDEATQ
YQDEQEDEVQTINDVFNCTICFSSRATETNPLIRPCKCEGSVKYIHLECLQSWVRIELKIKYEEHSIQYLWKRLDFEICK
ATFRSIYKFQDKTYSVLKLPKSSYITFKITNDDTTKEAMIYVVEIGEKTELKIGRIPDCDFKLRDISVSRTHAILKLIPT
SKHTPETPDYIIRIQDNKSKFGTHVLAQDQDLLKISDEGTQPIVLFQTGRVLLQCTKKKKLNQNSSYKHPENITLTLNQT
KLQFEQQEVQESFVKHDDLKASDITLNNSQHFCNNNRARDSK                                      
>Ptet_A0BNX2_A0BNX2                                                             
MGATCSNMKNQNVFNIMELPYKYNYDERLSIHVMAYIWSDNGHNLFDYESDSLVRKSIDFDFQGRVVQLDRDILALTKNE
VVRNQREIFEFRSNQKSIEIYNSKLENAFWKVIRPLQASDLPTLDRQKLVINSTIKLGRVKLTVLDYSFAYEYDDGGVPD
EFDEKNKLNDSGCVEGQVQCRFCLSKLATLENPFISPCKCIGSIKYIHLKCLQSWINSQLKTKAQNGVTLYYWKSMKCEL
CKSMYKTSFKFKQIQYNICDINKPKEPYLLLQINHSDKNKEQGLYVIDVKTRDTIKIGRTQDCDIKLHDISVSRHHASIL
VNHQEQSFYIEDNCSKFGTLVLAQDEDLQIQLNSPKRVALQVGRIVIVVTIEKKINKKKINKYRVPAQFEVFRQIKQHED
EEEVQSADQQQQSDVEDILINDPAFDRDQDMSKFKNMNFLTGSIIQREQQ                              
>Ptet_A0E0N3_A0E0N3                                                             
MGNCVSSQDDIRNANKVSPVSLTIKHFTWNRDSHGLFDYENKNVIKGQIKANTQLMRLIRQKENIKIIQTKEELQQFQNQ
PDVIELLKLTRQFSKYQVESSLRVSKAEDQEGLNDNCPWIVVKSTKSQLSDGQGYDLREGDYVKLGRVRFRIREIKCSVD
NNNTNKGNMEPELQKYVSEKCLNTMNINTQEDDKRSQSEEPCCRICYNDSQTNKDNPLIDCCKCQGSVKYIHIQCLQTWL
VSKLSPKTTKFSVSFQWRQFDCEVCKAIIPSRIRYQDRIFETIIIPKPDAPYITLEILSRERNKSKGTHIISFAQKQQIK
LGRGHDSDVRITDISVSRCHALIKFINSGFVIEDQQSKFGTLVLLKNPAQMSVDSNNNMAIQVGRSVVSFQVSKDWNIIS
STNKGNVQEDQMLQDDTDLIGNAVGDEDQAQIEQELQNFEEHTP                                    
>Ptet_A0BWW1_A0BWW1                                                             
MNLFSVEMKAVTWQKDSHGLFDYETQLLTIEKHVIQQQQKVYRLGQEVSTYSPDSEQDESQQYLTTVQEQGNKFYINPEG
CEENENFLIVRSLKNSQGGQKGYKMEPGDIIKLGRMEYVIMETKDKDNLVNQASSELLKDQFEQTASYVTSSSAICRFCL
MDTQTLEDPFISPCNCKGSCQFVHFNCMRQWIESRCQIKQLNNAQSYRLKQQQCELCESLLPLKIRMDDKELSLDVIQRP
STPYLIMQSRHKKEKKQGKAVYVIQFQNGEPIKIGRGHQCDIQISDISVSRLHAYIKYQDGNFVILDNNSKFGTLVKLFQ



AYRIEEEKVAVQVGRTVLTFVLKQQCTSENH                                                 
>Ptet_A0CW74_A0CW74                                                             
MGACTSTKQKRYEIVRTLMPYKVHIMAIIWPKNQHNLFDFESSSYCVKEIEVDFSAQLATVDKELVALTKSEWARNSIEI
ANITLNEQQAFINSISQQQDHKLWAVLKSEANQFQSIDVRCFINIKHLDLKIGDIVKLGRVRMQLLEYAFMPTCDEATQY
QDEQEEDIQTISDVASCRICFSSKASETNPLISPCKCEGSVKYIHLECLQKWIGIQLKIKQGEHFIQYLCKRLDCEICKF
TFRNTYTFQDKSYSVLKLPKPKSSYITFKITNDDKSKEAMIYVVEIGEKTELKIGRIPDCDIKLRDISVSRSHAMMKLIP
TSKHTAENPDYIIRVQDCKSKFGTLVLAQDEDLLVIPEDGKSPILFQTGRVLLQCVQKKKINQKPAYKHPDNVVLIQIET
KPQLDQQEQMQDSFVTHDELTAGDIIINNSQNPQKPQANMDVKEDSICDER                             
>Ptet_A0BQU1_A0BQU1                                                             
MFVPETLTIQQSPQHQFQTIDQSQQQINPLETIQFGQMKKSAKIVPELKIRKIYLMKVSDNEIIRINYETSMFGQSYKQT
NTDNKIQLFPMRRVRNSISQILEFCRICLCDDGNSTLIRPCNCKGSLRFIHENCLKVWILEKQGIEQVYKNDIDCEVCHT
KFQMETKFLNQKQFRMLKKAPRARICCWAVEIIVTLGIIGTIIALIFQIINGSLEPILLAGTTVLCIIMILIISLVYVSC
IDQVTVEVLDPWRILDVQGESESKSISIIELDNQNKQTIQTINHNEERHDMRYSTINVVKIQS                 
>Ptet_A0E517_A0E517                                                             
MTTTLPFISKNKNYVEMKAVTWQKDSHGLFDYETKSLSVKKHRVEGSCKVSREENEIVIQDGKAKDEAHLPLTSIQAQGD
QYFIQPNQNSTENENYLIVRSLKNADGVQKGYTLQEGDLLKLGRVEYHVIEIRDSKGQIRTVKDVFQSEAKITPSLDGNV
TQQCKICLNEEETPEDPFITPCKCNGSCAYVHFNCLKQWLESRGYKKESGNTISYRWKKLECEVCQELLPQQIRFQGKVL
DLAALERPNQPYIILENTQISEKDKKAQRGIYLIKGTPDDQIKLGRGHQCEIRISDISVSRLHAFIKYEKGNFVIVDNNS
KFGTLVRLQTPYLICMDKIAIQVGRTVLTFVMKSFQSINPNIHAAGVQTLHMNHISDQQRAAIQGQGQTGFYQGANKTQT
NNNNNNNNNNNNNNNNNNQKKNEKHSG                                                     
>Ptet_A0DWM2_A0DWM2                                                             
MNNYIYQIKKQKEQMTTTLPFISKNKNYVEMKAVTWQKDSHGLFDYETKSLSVKKHRVEGSCKVCREDNEIVIQEGKNKD
EAHMALTSIQAQGDQYFIQPNQSSTENDNYLIVRSLKNADGVQKGYTLQEGDLLKLGRVEYHVIEIRDAKGQIRSVKDVF
QSEAKLAPPLEGGVAKQCKICLLEEETPEDPFITPCKCNGSCAYVHFNCLKHWLDSRGYKKESGNTISYRWKKLECEVCQ
ELLPQQIRFKGKVLDLASLERPNQPYIILENTQISEKDKKAQRGIYLIKGTAEDQVKLGRGHQCEIRISDISVSRLHAFI
KYEKGNFVIVDNNSKFGTLVRLSTPYLICMDKIAIQVGRTVLTFVMKSFSSLNGNTHAGLAALHNGEQGRIMFQTGFQAG
SNKTSSINNNQKKHDKHTGQ                                                            
>Ptet_A0DYF4_A0DYF4                                                             
MGNCQCRKYFDSDQGSYNNNHQEIIINDEFHNNSKEDFAKELFIKIKTWQQESFSLFDYESQTHLKEQNIEIRQGGYLIK
NNNEVQWIDDDIDWNKCVIKQHQILFRVEKINGVFTIINKRGECKQNLEDDKQELTTKYLGEGNRDFQQSENLDQLEGEE
FQQSQDWINKIDQHNYKLNQSQRTNTKLLEKGSRLWLVVRSIQSMFSNSGIKLKQGDVIKLGRVKLKIREIQLNQRKQIC
DLDSSRSSQSDAISCRVCCSSQDSVQNPLINPCKCTGSIKYIHLNCLKKWLKLKFQTKHSNHCMIYMWKNLECEICKFNY
PPVFKSDQHIVDLVELSKPTEQAYVLMEIIQKRQDMRVDKTNQDSSWAQCNGVYIVTFDNNSDDKVAKTKELQIGRANET
EIRINDISVSRNHGTLKLNEGEVYLTDNKSKFGSLILMQQKVIPLINELNGIEIQVGRSVLQFNFGKDEQRTPPSKQCLN
SNLFDKIIGRDLEDEDLLYN                                                            
>Ptet_A0D8D7_A0D8D7                                                             
MITWIKDSHDLFDYENTNRIAQSLTINSSIKLYRDKSSGKIQSTQQGKTLIRIENRQNCFWIEPRVCICMQELASQKTMT
IMFGQLQKSISQQENGVKLQYNDVIRVGKVEIKLKELHFDVSEKKLDERETILSQSVDDQRCRICLLGSESIDDPKIEPC
NCSGTMALIHLKCLQHWIVTKYNMESSNAIVFLWDLMKCELCRQQFQTENYNSMVKQLIWWNQARVLEMKKPLLKSKERL
TYILNLEKLEQFKIGRANDNHIRLCDISVSRFHCKLTLHNKEFYIQDNNSKFGTLLKLKQSMPLLKEFQNVQVQVGRTLF
EFENVSNGYQ                                                                      
>Ptet_A0BC79_A0BC79                                                             
MSDIRFTQQSPNRNFNPMNSSMQFIPDINFENQSEDQISPKKEIMKKGILKTFYYQDIKRRKLIGCNIYVNQMNEQQLQL
SKRGIACRICMSEEETSRFIMPCACKGSLQYVHEECLKLWILQKNGINDVFQDRIKCELCSQKFSMKMQLQNHFDKSRFW
DVPKQQKICWLIQLVMISAIICSIVGIASYYQVLLKFVGFSSIGVDAVMTILIVLCLIVIIKFGMGVFQFHLVEMIENWT
ISNYRARKETRQGSIFQLQSQMGNSGNESPLAKKKNAQVHPNGPNVLQVVQISQLISSPNISEQ                
>Ptet_A0BCB4_A0BCB4                                                             
MNKLTIESQQTRSALKVQQHIFIEQQDIKSCRICLETEQDNDKPIIHPCKCKGSLGQVHEECLKTWIVTQNKQLFTQCEI
CKVEYQIEFTSRKVCIPVFIQMYLERKACKSNLENMIALICLLFIFLGFTALQAFLVVQIVNIFDGNDKNNQQSSFLNSP
ITMIGFAVIVFLFLVPIFMCLLYVLKKMLFITKIKSWHILDRVQTPPAEIQEQIPQQTLSRNASQLLQQLPKLNQTTSIL
IQGNGQDYEHVQFI                                                                  
>Ptet_A0C7C3_A0C7C3                                                             
MNKTENVFKQEKIQISESQVAPLDIISIIQQKYTRKANECNDCKTQHYLLEIIINEIPESSKIIDSTLQKQDSQQQLIFQ
KDIYARNSFKSVGCICRICEFSEYKENPLIRVCKCIRSQKYVHEYCLKKLIMKKYRNKLNQAKCEICSDTYQMELQIEKI
FAPKIAWSQSKDKLPLFCLLVFLIVMIVVVILLGIRLSEANQITDRKNFLDSKSFLILFVIFSVIIILILLWLIAMIVKG
LLIVEKIILWKLIEFKPVKKSILNKNILISDLKQSFRKSKLCTEQETMQNRTSRHQNTFNIQKQNHNQEDQYIDVGEIST
QRNQLKQVAGNVLTIQTDPRSTKRSRFSII                                                  
>Ptet_A0CW53_A0CW53                                                             
MGSCQCRKFCESDPINSNLHIQEIATNDDYRVNNQEGAAKDLFIKIKTWQKESFSLFDYENQSHLKEQNFQISKGGYLIK
NNNELQWIDDDVDWNKSVIKQEQILFRIDKNEGIFSIINKRGECKQNYEDDKQEQTTKYHGDNKDFQQSENLDQLEGDEF
HQPNDIIKKYSHHQKISMSQRTNTKLMEKGSKLWLVVRSIQQMMSNNGIKLKEGDVIKMGRVKFKIREIQLNQRQLIQDS
DSAKSSQSDAITCRVCCSSAYSRSNPLVNPCKCTGSIKYIHLNCLKKWLKSKFQTKQSDHCVIYMWKNLECELCKFNYPP



IFKSDEGIFDLIELSKPTEYPYILMEITQKRYEEMQENNMNEDTQWNQCNGVYIVSFENNNNGQVKFARSNELKIGRANE
TEIRVNDISVSRNHGTIKLIDGQIYLTDNKSKFGTLILIQQGVIPLIPELNGIEMQVGRSVLQFTLGNSNANQQSQQQQY
LESEIFDKIIGRNFEDEEFDYLQ                                                         
>Ptet_A0C0P5_A0C0P5                                                             
MQFCHKNRVFVKQQSLDQSENNGQQHNTLEQDLIELGFQTGQILFVPRIESQKMLMQTIVVKDTQNKSIHVNLNPQTVKK
VKMYLNNQAQKGQLHLQHAEINTDKLICRICLEDGQMNAFIKPCECKGSIQYVHEDCLKTWLLRNHKIDEIAANRVFCEL
CKKSFDCEVQFEQKYEFSQLLRIPKNQKYCLLSFLILSLFLYGLGITLGVIIYENENFIIACIIGIVLSFFIGLIIQILL
LALVMEIISITKVLRWNINEFKVAQKTLKLKLDKKRIYKSNSAPVLTVKEDFVIKILTKKQTNLDLFS            
>Ptet_A0DGY9_A0DGY9                                                             
MIQNLCLDIKHKKVFEHHQTEQICRICICEEETSKFIAPCKCKGTAEFVHQECLKMWILEQYGVNKIYNDELYCEVCHHK
FEFDADFNDRFDIKQFQRIKKRTKLCWLIQMFFIILFIFGSIEIALGFGINSLATVAIIVVFGLITVSLTIYLIFNFSSA
HTIQMIENWNFQNYKPKSSASLPKKNTKKITNQFIRVNQIYFT                                     
>Ptet_A0EC89_A0EC89                                                             
MGATCSNIKNQNVFNIMELPYNIHVMAYIWSDNGHNLFDYESDSLVKKSIDFDFQGRVVQLDRDILALTKNEVVRNQREI
FEFRSNQKYIEIYNPKIENAFWKVIRPIQASDLPTLERQKLIINTTIKLGRVKLTVLDYSFAYEFDDGGGVPDELDEKNN
LNDSEFVEGQVQCRFCLSKLAKFENPFISPCKCAGSIKYIHLKCLQSWINSQLKTKTQNGVTLYYWKSMKCELCKTMYKT
SFKFKTIQYNICDINKPKEPYLLLQINHSDKNKEQGLYVIDIKTRDTIKIGRTQDCDIKLHDISVSRHHASILVNHQEQS
FFLEDNCSKFGTLVLAQDEDLQIQLNSPKRLALQVGRIVIVVTIEKKINKKKINKYRVPAQFEVFRQIKQHEDEVEQQSA
EQQQQSDVEDILINDPTFDRDQDMSKFKNMNFLTGSIIQREQQ                                     
>Ptet_A0ED09_A0ED09                                                             
MGTCVSNQDDVRNANQIALSLEIKHFTWSRDSHGLFDYENKNVIKGQLKTNSSKMIFIRQKEAIRVVQTKDELLQYQNQS
DVQELIRINRQITKYFIESIYQQQISEETEGLSDFSPWVVVKSLKSQKNDQAGYSLKQNDYIKLGRVRFRIREISCSSAN
PNNQELPIEPELQKFVSDKSLNLMNIHTQEDEQSQVEEPQCRICYNDAQTDLNNPLIDCCKCQGSVKFIHLVCLQTWLLN
KLQPKTTKFSVSFQWKQFECEVCKAPIPNRIKYQNRIYETIVLPKPEPPYLTLEILSRDRNQSKGTHIISFSQKKFIKLG
RGHDSDVRITDISVSRLHAIIKYSNSQFFIEDQQSKFGTLVLMKNPTQVSVDMNKNLAIQIGRSVLNFQVLKDWNVQTCC
MGSVSDEQMQQQDDNNNLIGSAVGDDDQIQVEQAFIDNNGEFD                                     
>Ptet_A0CDT2_A0CDT2                                                             
MGICTSKKKVDENIQIVPYKVCITAFIWNKESHNLFDFESNLAAKKEIELDFSGKCYSKQLATLSMVDNQIIALTDNEYV
NKQIQLLRVDCEQNYMMLSGMSQKSDQRVWAILCNRPDFESLNEWELQKGDMIKLGRMKLQLLEINYDIDALQQSKEQAE
EDDEQQSKDLELEASQCRICFSKSGSFSNPLFSPCKCTGSMKYVHLNCLQIWIQQSIKIKNQHSSIQYIWKKMECEICKM
QLQSTYTYQGQIFCIMQIQKPVVPYIVWKITSDGRSKEGTIQVMELLDKQEIKIGRVPDCDIKLKDISVSRSHAIIKVIK
SEDNRYKLLVQDNNSKFGTLLHAQSERLLRYELQYPQKVLYQIGRVLLYVQLKEKGKSYNKQYSSSISQIYLLQASQLNS
SFTQKKHQ                                                                        
>Ptet_A0C6L5_A0C6L5                                                             
MQNQQYSDKSYYSKQKKYYRCMNKSDFGIVTSSSPQKFNRLNQSQQLIPQEYLTNGIQGFNTSPRKEKYKKQIKNTHFLK
VNILLNVQSQDNERKKTVWCNIYQYQMNATELEMSKKGRICRICMMEEETSRFIYPCKCKGSTQFVHEECFKSWILTKNN
VEKVLKKDISCEVCSQKINMKLIIQDKVQFSLFKDIPKHQKVCWLIIFFLILLQITGASILAVLVGFQNFGIVAVITLLA
GFSVALFFYLIAQVINSLSVEIIDQWIFSNYRGDKGPIMVDMQSQYLQSQQKLHCSPKSPKQRRKSCVPQFGGLQVIQFE
QYPSEI                                                                          
>Ptet_A0BH84_A0BH84                                                             
MNKVENSKEEKHEISESQVAPIDIIQIIQKNVYLNTIIEIIINEIPESSKIIDSTLQKQESKQQLIYHKDIYARNSFKSV
GCVCRICEFPEQKENPLIRVCKCIRSQKYVHEYCLKKQIIQKYRINLNKAKCEICSDTYQMELKIEKIFDPVNQNFTFQQ
TAWSHSKDKLPLFCLLVFLIVLVVVVILLGIRLKEANSITDRKNFLDSKSFLIIFIVFAIITILVLLWLIAMIVKGLLIM
EKILYWKLLEYKPIKKSILNKNIQISDIKQSFRKSKLFGEQLTTQNRKNKHLNTFNIEKNNYNQDDQSIEVGEISTQRNL
PKSVNKNVLTVEADPRKTKRARFSII                                                      
>Ptet_A0C8X2_A0C8X2                                                             
MPAYKSNLEVQIKQDQKQGMGLIDHEQTDTFPVWKFKGGSTTIYEENQVYTESAEMLPNKNQLLKVSKSKNHYEILLSVM
QPPFMVVKDIKSSNGSEYPLVVNSVIRLGRVEYKVIEERNKHMQTFQAPCSLKYSFLSDSNVTYQCKFCFMEGRQSKDQL
FLTNICRCAGNGQAVHLDCLRYWVDSNITKEETQFGLTLKWNKQHEFSQFEFSMKMNTSISLHSTDLIYSTSQQKTSIKR
RTQCNEIYLIHSLLSDNIKIGRGFQCDIKAQDITVSRHHATIKLTDGNFMIQDNKSKFGTLVSIDKKVSIDCAACSLQIG
KLLINFIQSDYIQKGAPSTQHKLTQLPQINKQLDEDEPQMDDDSFQLENK                              
>Ptet_A0E716_A0E716                                                             
MRGQIQINILYDVIIDIDIRFPNLNCTDTFWKQPIQCTIFHYQQNKLGIKQIIINKFIRSQYREFKKQYTVGISPPQKFS
KLNQSQQLIPEECLPPTFQSLNPSPRRDVYKKGIKKTYKMKDNERKKMVWCNIYMNEMDPIQLARSKKGKQCRICSQEEE
TSRFIYPCICSGTAKYVHEECFKNWILLKNGIEKVYKNDIKCEVCQQKISMKIHFQEEVHAEIIQEVPRHQKACWLILIF
IILLQIAGAVILGVLVGFSNVGLAAAITLLGVISIVLIIYLVAKVTHSLTVETIDQWVFQNYHKEQSPEKIGNIINIPPQ
PAQNQSPKSPRQRRKSCVPQFSGIQMIQLDQYPLDV                                            
>Ptet_A0D481_A0D481                                                             
MGSCASMKQKKIDGNIQIASYKVCITAFIWNKESHNLFDFESHQASRKDLELDFSGNFVGYHLATLSMVDNQIIALSENE
YVKKQVQLLRVDCEQDYVTLSGMSQKSDSRVWAILCRRPEFESLNEWELQRGDIIKLGRMKLQLLDFNYDLDALQQQRDQ
TDINDEEIQSQDLDPDGCQCRICFQKNATVSNPLFSPCKCIGSMKYVHLHCLQVWIQQSIKVKNQQSSTQYIWKKMECEI
CKMPLKSTYTYQRQIFCIMQIQKPTVPYMIWKITSDDKSKGGHHLEEIKIGRIPDCDIKLKDISVSRSHALIKVIKQEDN



HYKLILQDNNSKFGTLLYAQSDKLLRYNLPSLQKVLYQIGRVLLYIQFKDKGKSYNKQQFQFNKPRFTCYKHPDKIVVQT
KINQNEQATIIPNVEKDKDNQMSFQTYNELHQEDIVINVKQI                                      
>Ptet_A0E3E4_A0E3E4                                                             
MNNYIYQIKKKKEQMTTTLPFISKNKNYVEMKAVTWQKDSHGLFDYETKSLSVKKHRVEGSCKVCREENEIVIQEGKNKD
EALQALTSIQAQGDQYFIQPSQSTTENDNYLIVRSLKNADGVQKGYTLQEGDLLKLGRVEYHVIEIRDAKGQIRSVKDVF
QSEAKIAPPLEGGVAKQCKICLIEEETPEDPFITPCRCNGSCAYVHFNCLKHWLDSRGYKKESGNTISYKWKKLECEVCQ
ELLPQQIRFKGKVLDLASLERPNQPYIILENTQISEKDKKAQRGIYLIKGTPDDQVKLGRGHQCEIRISDISVSRLHAFI
KYEKGNFVIVDNNSKFGTLVRLSTPYLICMDKIAIQVGRTVLTFVMKSFSSLNANTHAAITALHNGEQGKLNFQPGINKT
QSINSQKKHDKHSGL                                                                 
>Ptet_A0DK54_A0DK54                                                             
MGNCVSSQDDIRNANKVSPVSLQECFKNKKRTIKHFTWNRDSLMVYSIMKTKMLQKVKSKQIHNQVIQQLNLVRLIRQKE
NIKIIQTKEELQQFQNQQDVMELLKLTRQFSKYQVETSLKISKAEDQEGLNDNCPWIVVKSTKSKLSDGQGYDLKEGDYV
KLGRVRFRIREIKCSVDNNSANKGSIEPELQKYVSEKCLNTMNINTQEDDKRSQTEEPCCRICYNDSQTNKDNPLIDCCK
CQGSVKYIHIQCLQTWLVSKLSPKTTKFSVSFQWRQFDCEVCKAIIPSRIRYQDRIFETIIIPKPDAPYITLEILSRERN
KSKGTHIISFAQKQQIKLGRGHDSDVRITDISVSRCHALIKFINSGFVIEDQQSKFGTLVLLKSPALMSVDMNNNMAIQV
GRSVVSFQVSKDWNIISSINRGGVSEDQMLQDDTDLIGNAVGDEDQAQIEQELQNFEEHTP                   
>Ptet_A0DGZ0_A0DGZ0                                                             
MNSSIQFIPDITQENLTDQVPLPQKETITKGILKTFYYEDIKRKKIIGCNIYVNEMNDKQLQLSKRGKQCRICMADEETS
RFITPCACKGTLMNVHEECLKLWILQKNGIEDVFKDKIKCELCSYRFRMRMQIVNRVSLKRFSEVPSHQKICWLVYLFVI
ISLISGFVALYMEYNLTNIGVDAVMTLIIVLSLILFVYFLASILTSLQIEMIENWTLSPYKPRRDTKQGSFFQLQSHMGH
SISGSPLARRRTVQLQTCPPQITSLQVIQINQLMTSANLSEQ                                      
>Ptet_A0BYX0_A0BYX0                                                             
MKKLIWIKICYDAMRQIILWYPDLECTLTFWEQCRQCAIFHLQQIKLRFQQIIINKFIRSQYREFKIIIYRQMNISEART
AGQSPPQKFSKLNQSQQLIPEECLPPTLQSLYLSPRRDAYKKGIKKTYKMKDNERKKMVWCNIYVNEMDPIQLARSKKGK
QCRICSMEEETSRFVYPCMCSGTAKYVHEECLKNWILLKNGVEKVYKNDIKCEVCQHKISMKVQFQEEVHSSIFQEVPKH
QKACWLILIFIILLQIAGAVILGVLVGFSNVGLAAAITLLGVISIVLIIYLVAKVMHSLTVETIVQWVFQNYQKEYSPDK
IGTIINIPQQSVINTSPRSPRQRRQSCVPQFSGLQIIQFEQYPSDV                                  
>Ptet_A0D373_A0D373                                                             
MQVSIEIATWTHNNHGLFDYESKELKTSKINVKNTTNLILNEDNSDTIVQSDKFYGDCIGSISFEGNAIYFQSNSDFQDA
YVKLDPKQKQQLLVGDLFKFGRMEYFVSELNNGDKVMMADDHYNLERHITIQKKKDPRQCRFCLMDDQEQTEDPKNPFLQ
DLCSCKGLMAYVHFECLKSWVNFQNRISCKQTQNTVQYHWNKVLECDVCKDPLPARVYIENQPEPLQMIQVEKLDGPYII
LEQITRQESLSKSLTFMHAFGTCSVSIGRGHNSEIRCQDISVSRNHANISYEKFWYIQDQGSKFGTLRIIQNKLQLLKEV
QEIQIGRVLLKIKII                                                                 
>Ptet_A0BE12_A0BE12                                                             
MKSVQAGYLLRTAKSVLIVLKIDYYSNPKFSDSYVKLNPKYKEQLQVGDLFKFGRLECFISELNNGEKVQTAEDHYHLDR
HIKSGKVSGTRQCKFCLMEEVDQAEDPANPYLTNLCGCQGQMSYVHYECLKAWVNFGNRITCKQTLNTVQYQWNQALECE
ICKVPLPARIYLENQPQPLQLVQIEKLDGPYVIFEQITRQDNVSKILIFIHSFGANAISIGRGHNSEIRCQDISVSRNHA
NISFNNDGWHIQDQGSKFGTLRIIRDKLLIDDEVKEIQIGRVLLKMKLI                               
>Ptet_A0CU08_A0CU08                                                             
MNTDYEDQDENNLDDLENLDISKVIQSKYKQRRVGMQIQCLYILSSQYQQQEYQKVRQNQIAPDLENQPIQQTQINQTTQ
SDILVSRSDNQVNDQKLITFRCQNNINQQTKEKPKKNQKTCFSSYNQCRICGDGDSDDCPLIKACECVRSRYYVHEECLK
QQILDEYNYKIRGAKCSSCQVKFNMIIEGNFIFLPIRLGVKQRQNPIILLGHFLTCTYSDGYFIVNQIVNLLIRFRTSIK
ETKNRQNFLNSKVFIILFIVICCVISIILVWLITMILKNIFYVEKITKWKIIPYLIKQPSFVMQQNIEINNKGILKLQQM
IQQQEQNHTNEDLTKSEHINTTKTQYKRYFTSMKIKQQESLIS                                     
>Ptet_A0BMI9_A0BMI9                                                             
MKAATWQKDSHGLFDYETQLLTIEKYIILKERKVYRLGQEISTHSPETQQQECQQYLTAVQEKNDEFYINPSGCDENENE
NFLIVRSLKNSQGGQKGYKMEPGDIIKLGRIEYMIIETRNQDNLVNKAKGEMLKDLVEITASYVTNNQAICRFCLMETQS
KEDPFISPCNCKGSCEFVHFSCMRLWIESRCQIKQLNSAQSYRWKQLQCELCESLLPLKIYMEDRELSLDLVQRPSLPYL
IMQSRHKNEKKHGKAVYVIQFQNCEPIKIGRGHQCDIQISDISVSRLHAYIKYQDGDFIILDNNSKFGTLVRLFQPYKIE
QEKVAVQIGRTVLTFVAKQQSIEDSN                                                      
>Ptet_A0BII9_A0BII9                                                             
MGNCQCRKYYDSEQESSNNNLQEIILDINQKQEKVQELFIKIKTQRQESFSLFDYENQNHQKESILKIREGGYLIKNNNE
LQWIDEDIDWNKCVIKQEQILFRIEKINGVFTIINQKGECKQHLEEDKQELTTKNIGDNREFQQSENLDQFEGKEFEQSQ
ELIKKMSYQYQKSFXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXELDRSNKVQEYWNKIKIRVKFKI
SEIQLNNRELLYIFILFITLRRDSDSGGLSQSDSILCRICCSSSDSLQNPLINPCKCTGSIKYIHLNCLKKWLKLKFQTK
HSNHCMIYMWKDLECEICKFNYPPIFKSDEHHFDLIELSKPIDQNYVLMEIIQNHRQVNTQDIIKDARNNQTIQDQNWTQ
CNGVYIITFNNNGDDKTIKTNQLQIGRANEMEIKINDISVSRNHGILKLYNGKLYLMDNRSKFGSLILIKQKVIPLIQEL
NGIEIQLGRSVVQFNFGKDELNAQSSKQVLDSENLEQLYYLKSRKIIGPDPEDEDLLYFQ                    
>Ptet_A0C742_A0C742                                                             
MNKITIETQQTRSALKVKQPIFIEQQEAKSCRICLETELDNDKPIIQPCKCKGSLGQVHEEVRLYIYNECLKTWIVTQNK
QIFTCCEICKIEYSIEFTSRKVCLPRKACKSNLENMIALICLLFIFLGFTALQAFLVVQIVNIFDGNDNNNQQSSFLSSP
ITMIGFAVIVFLFLVPIFMCLLYVIKKMLFVTKIKSWHILERVQTLPAELQEQMPQHTLSRNASQLLQQLPKLNQTTSIL



IQGNGQDYEHVQFI                                                                  
>Ptet_A0BXF8_A0BXF8                                                             
MGVACSGSKRNEQLLLHVDVYIWKEKEKKYHLYDYSSHDSHYQQLQLIQDTKLCKYGENILAVQPNQTIEGAQELFVIKE
KVLRPITEIWSIIRNDQVNGVPVTNRVQLFPGQTIRLGRVKIILWEACFNQAMATEESEKEKDEDANGLDDSDNCNAENS
CRICMSKVGTIQNPLINPCQCSGSVKYIHIKCLQQWIHNKFKIRELNNIVLYFWSNLICEICKEQYKLEYKFKNRKYHLI
DIPRPKEAYFIFWISHIDKNKEKGLYVINLNGRSNIKIGRVQENDIKLQDISVSRNHALITFNRDDESIFLEDLGSKFGT
LLQIDELRLDTKSIIQVANSVFIFDYLKKNQKHYELPSFYKVVEKETQQQPQDCGEDDVLVNVDNNKYLSGDNEAP    
>Ptet_A0E217_A0E217                                                             
MPAYKSNLEVQIKQDQKQGMGLIDHEQTDTFPVWKFKGGSTTIYEENQVYTESAEMLPNKNQLLKVSKSKNQYEILLSVM
QPPFMVVKDIKSSNGPEYPLVVNSIIRLGRVEYKVIEERNKHLQTFKAPCSIKSSFLSDSNVTYQCKFCFMEGRQSKDQL
FLTNICRCAGNGQAVHLECLRYWVDSNINKEVTQFGLTLKWNKQHECSICKEGLPIRVQYEDEFYDLFTLERPDLQYILV
ENINKDKNLCNEVYLIHSLLMDNIKIGRGFQSDIKAQDITVSRHHATIKLTDGNFVIQDNKSKFGTLVSIDKKVSIDCAA
CSLQIGKILINLIQADQIQKGAPSTQHKLTQLPQINKQLDEDEPQMDDDSFQLENK                        
>Ptet_A0BFZ1_A0BFZ1                                                             
MFISETLTINQSPQHQLQTIEQSQQRIQPFENIQFGQMSKSTKIIPELKMRKVYLMKVWYNRVIQDKLRKKYVWLEMKIN
QYKEKDSILQDEMKFCRICLCDDGNSDLIRPCKCKGSLQFIHENCLKLWVLEKQGIEKVYQNDLDCEVCHSKFLMETKFS
NQRQLRMLRSAPRARICCWTIEIIMSLGMLGTIIALIYQIVVRFKYYKIQNGKIEPLILAGTTIFVILLILILSLIYVSC
VDQISIEVLDPWRFIDVQMESDSKSISILELDNSNKQTIQIINKSDQRNNVRFSTINIIQIQN                 
>Ptet_A0D2B2_A0D2B2                                                             
MGSCASMKQKKIDGNIQIAAYKVCITAFIWNKESHNLFDFESHQACRKELELDFSATLSMVDNQIIALSENEYVKKQVQL
LKVDCEQDYVTLSGMSQKSDQRVWAILCRRPEFESLNEWELQTGDIIKLGRMKLQLLDFNYDLDALQQQKDQTDINDEEI
QSQDLDPDGCQCRICFQKTATVSNPLFSPCKCIGSMKYVHLHCLQVWIQQSIKVKNQQSSTQYIWKKMECEICKMPLKST
YTYQRQIFCIMQIQKPIVPYMIWKITSDDKSKEGIIQVMELQDKAEIKIGRIPDCDIKLKDISVSRSHALIKVIKQEDNH
FKLILQDNNSKFGTLLYAQSDKLLKYNLPSLQKVLYQIGRVLLYIQFKDKGKSYNKQFTCYKHPDKIVVQTKINQNEQAT
IIPNVEKDKDNQLSFQTNNELHQEDIVINVKQI                                               
>Ptet_A0BIK9_A0BIK9                                                             
MGACTSTKIKRYEINRTLMPYKVHIVAVIWPKNQHNLFDFDSNSYFVKEIEVDFSCILFRITSLAQIAIVDKELLALTQT
EWARNQIELVNITLNEQEAYINCISQQQDHKLWAVLKLESNQFSSIDHRDLKIGDIIKLGRVRMQLLEYAFMAPCDEATQ
YQDEQEDEVQTINDVFNCRICFSSRATETNPLIRPCKCGGSVKYIHLECLQRWVGIQLKIKQGEHSIQYLWKRLDCEICK
ATFRNTYKFQDKTYSVLKLPKPKSSYITFKITNDDKTKEAMIYVVEIGEKTELKIGRIPDCDIKLRDISVSRAHAILKLI
PTSKHIQDNKSKFGTLVLAQDQDILRIPDEGTQPNVLFQTGRVLLQCTKKKKQNQKSSYKHPDNITLTLNQTKQQFEQQE
VQESFVTHDELMASDIILNNSQPLQQQQCIGFDVKEDSICDER                                     
>Ptet_A0DTF4_A0DTF4                                                             
MGNCKSQCDQMSLSSSNNVDCTRLIIIVKTWQKDVYQLFDYENAANIDEQKFAISNEGYLVGRNNLEWVETKQLVVNQLC
KIKKRNENYFLIIPNLKKNYKNQAIQKYEETNTIINKTGFEKIGKRVWNVIHEGGMLLQEGDVIKLGRVKFSIRLIALEV
KAQEQRCDYESSESISPDQITCRICCSSQNSSNNPLLNPCMCSGSIKYVHLECLKIWLRMKLESRQSDNCLVYLWKNLEC
ELCKYNYPSKFKSDDTYYDLVELCKPNDYPYLMMEFKKKQLDCHKNSGVYILKFQNVSELRVGRSNDADIIINDISVSRN
HAKLVIIDKKVYLFDNHSKFGTLNLIRSERMQIQRGMEVQIGRSLISFS                               
>Ptet_A0EGF0_A0EGF0                                                             
MPAYKNNLEVLIKQDTKQGMGLIDHEQTDTFHMWKFRGGSTTIYEENSVYFESNDTKSNKKILLKVNKQTNQYEIILSVT
QPTFIVVKDIKSSSGSEYPIVVNSIIRLGRVEYRVFEERNIQMEILHAPIKHQDCQQINDINKIYQCRFCFMEGNQSRDQ
LFLTNICKCAGNSQAVHLECMRYWVDSNITREETQFGLSLKWKKQHECTICKESLPIRVQFENEYFDLFTLERPELQYIL
VENVNREKNVCCEIYLIHALLQDNIKLGRGFQCDIKAQDITVSRHHATIKLSKSNFVIEDNKSRFGTLVSINQKCEIDCA
ACGFQIGKLLINLNQQDQILKGAPSTQHKLTQLPQISKQLEEDEPQMDDDSFQLENK                       
>Ptet_A0C846_A0C846                                                             
MGVACSGSKRNEQLLLHVDVYIWKEKEKKYHLYDYSSHESHYQQLQLIQDTKLCKYGENILAVQPNQTIEGAQELFVIKE
KVLRPITEIWSIIRNDQVNGVPVTNRVQLIPGQTIRLGRVKIILWEACFNQAMATEESEKEKDEDANGLDDSENSNAENS
CRICMSKVGTLSNPLINPCQCSGSVKYIHIKCLQQWIHNKFKIRELNNIVLYFWSNLICEICKEQYKLEYKFQNRKYHLI
DIPRPKEAYFIFWISHIDKNKEKGLYVINLNGRSNIKIGRVQENDIKLQDISVSRNHALITFNREDESIYLEDLGSKFGT
LLQIDQLKLDCKSIIQVANSVFIFDYLRKNQKHYELPSFYKVVEKETQQQPQDCVEDDVLVNVDNNKYLSGDNEAS    
>Ptet_A0DQS2_A0DQS2                                                             
MGACTSTKQKRYEIVRTLMPYKVHVMAIIWPKNQHNLFDFESSSYCVKEIEVDFSAQLATVDKELVALTKSEWARNSIEI
ANITLNEQQAFINSISQQQDHKLWAVLKSETNQFQSIDVRVVLSIKHWDLKIGDIIKLGRVRMHLLEYAFMTPCDEATQY
QDDQEDDIQTISDVASCRICFSSKASEINPLISPCKCEGSVKYIHLECLQKWIGIQLKIKQGDHFIQYLCKRLDCEICKF
TFRNTYTFQDKSYSVLKLPKPKSSYITFKVTNDDKSKEAMIYVVEIGEKTELKIGRIPDCDIKLRDISVSRSHAMLKLIP
TSKHTTDNPDYTIRVQDCKSKFGTLVLAQDQDLLIIPEDGKSPILFQTGRVLLQCVQKKKVNQKPAYKHPDNVVLIQIET
KPQLDQQEQMQDSFVTHDELTAGDIIISNSQNPHKPQPNMDVKEDSICDER                             
>Ptet_A0C9J2_A0C9J2                                                             
MGQCQMRNERISIQCLTNSTGDRFDYESISNQKQQFTVQNQDSYIIRNEETLQLINELPNENSEVLLFVTAKNTIVAGTS
QQQGNSTALTNTKFPFKLKKNWLTVRSVNKYPLNVNDIFRLGKMTFRISSLSFNPLTEPELLNQSKADSNDQCRICLGNT
QSSNPLLNPCKCSGSLKYIHLDCMKRWLKEQTQSSKQYQSEKSETYLWNSLKCEICQESYKVIFQSDGVTYHMLELLKPR
YPYVMLEFYTKKKDNQVVQINLGDRFTSKADGVMVISLGEKMSLGRARENWIRLGEVSVSRFHATLQIERIQEQDSLILF



DNNSKFGTLVKITEDMPIYQDLEVQVGNSLFKLQTSNITC                                        
>Ptet_A0BC78_A0BC78                                                             
MSDDRHQATTPNTNFVVLNTSDQGISENVILKTQKSRSKILKTVYSRDLIRKKIVGCRIYTNEIVETIQSELKKNCRICI
QDEESSQFISPCKCKGSAQFVHEECLKMWILEQFGVNKIYNKNLICEICKHKLDYRVNFVDRFDICQFKKLKRTTKCCWI
IQLVFIALCIYASISIISRFGINSLSTISIVVVICLILLVIAVNLCFSVIQAHKVEMIENWQFQNYKPSNRALHGKRQIP
SKFLRMNQIHCL                                                                    
>Ptet_A0BEP2_A0BEP2                                                             
MGNCQTCLNNEPEQIEIVANNPTVEDMSLMQEQSPLLVLDVRTWQKESYSLYDYENSQFIHCQQISVNGNSYLTCKANKV
LYNEGSYSNNNENNDEALLLPLEFDNERFQLLNLRFPRRIQSKELIDEYQKEDGDKLLSENQTVHADFQMSFNIQKLRTN
TNRQMEGDLKKGSKIWLVTRSIQNNSSNEGIILKVGDRIKLGRVKLVIKAIQLQNNELQNTPDDISMSSVEDKNEDTKQC
RVCLSTGETFTNPLIDPCKCCGGTKYIHIKCLLKWYSIHSHFNSNAYCTRLIWKSLECEICKYQFPPVFEREGRTYNLVE
LSKPKQPYVMMEFHQKKQHDNASNNDRNGVYIINFGTKKELRIGRNHEVEISIADISVSREHAQLRLVDDKIVLSDKKSK
FGTLVLLQKNITLSPQLSGLEIQIKRTLIKINNNQNTHSNQQLADFEQLLGRID                          
>Ptet_A0DUC7_A0DUC7                                                             
MTTTLPFISKNKNYVEMKAVTWQKDSHGLFDYETKSLSVKKHRVEGSCKVSREENEIVIQDGKAKDEANLPLTSIQAQGD
QYFIQPNQNSAENENFLIVRSLKNADGVQKGYTLQEGDLLKLGRVEYHVIEIRDSKGQIRTVKDVFQSEAKITPSLDGNV
TQQCKICLNEEETPEDPFITPCKCNGSCAYVHFNCLKQWLESRGYKKESGNTISYRWKKLECEVCKELLPQQIRFKGKVL
DLAALERPNQPYIILENTQISEKDKKAQRGIYLIKGTPDDQIKLGRGHQCEIRISDISVSRLHAFIKYEMGNFVIVDNNS
KFGTLVRLQTPYLLCMDKIAIQVGRTVLTFVMKSFQNLNPNIHGAGVQTVHMSDQQRAALQGGQTGFYQGANKTQTNNTN
NNNQKKNDKNLG                                                                    
>Ptet_A0BS85_A0BS85                                                             
MGNCQNCLQQEQEQVEIQINNHTEEEVQAPCEQPPLLNLDVKTWQKDSYSLYDYENNTFIHSQQIPINGTSYLTCQANKV
LYNEGSYSKNNDNSDEILLLPLEYDNESFQLVNLRYSKRLQTQELAEDYQKEEGDKLLSENQTIHADFQLSFNIQKLRTN
TNRPSPKGSKIWLVTRSIQTNSLNEGLVLKIGDVIKLGRVKLTIKEIQLHHETNQDLLNEESICSIEDKNEFTKQCRICL
STGESTLNPLIDPCKCIGSTKYVHINCLLKWIQQSSHFNSNAYCTRFIWKSLECEICKSVYPPVFERNGKQFDLIELSKP
KDKPFIIMEFQKKRQNESPQSTDSNGLYIVNFGSKKELKIGRNHEVEISIADISVSREHAHIKLVDNKIILSDKRSKFGT
LVLLQKNITLAPQLSGLELQIKRTLIKLNNNLISQTSQKQRDFELYLGRNE                             
>Ptet_A0CRM7_A0CRM7                                                             
MANETFRITPTGTCRIPFSFMGSQQQEINLEVIKEKPTREQTQRDFVGQTLSPNASTIKRSYNNETDIELQNNPFYMTPV
DYDCSNWIYKTPQQSNKQVPKCNPRIQQKNRTNLQRQQDSLHEQSTSVKKITTQEFSEVQVKVFEEKQCKFCNEQDWSVH
LIRPCLCKGGQQYAHQKCVQNEIEANYMDFNRRQFIKRLQCDFCRFQYVIKTYKEYSVMKSLKDPLKFNKLFWLMSSGVI
LASLIVATIILISLNVGSMRQQIESLILTIVGCLTCVLLVIILIFNIFELIVIFEWKVMDKDHQNIEDHGLRMSQDELNL
MLELARQKLDKQISQVYPQQQSQIPY                                                      
>Ptet_A0CZB2_A0CZB2                                                             
MGNCCKQTGQKNFSSIQLNDLLQRKSLLLEQLEQLQNPVYNQTSLQLKMITWIKDSHDLFDYENSNRIAQSLTINSSIKL
YRDKTSGKIQSAQQGKTLIRIENRQNCFWIEPRLTKSDDHHVWLVIKSIQQQENGVKLQYNDVIRVGKVEIKLKELHFDV
GERKLDERETILSQSMDEQRCRICLLSSESLDDPKIEPCNCSGTMALIHLRCLQHWIVTKYNMENSNTIVFLWDQMKCEL
CKSNFKRKLQLNGQEVDLVELSKRQFQSYAVLEMKKPLIKSKERLTYILNLEKLEQFKIGRANDNHIRLCDISVSRFHCK
LILHKQEFYIQDNNSKFGTLLKLKQSMPLLKEFQNVQVQVGRTLFEFENVSNGYSK                        
>Ptet_A0E1A1_A0E1A1                                                             
MGNCQGQCYQKSLSQANNVDCTKLIILVKTWQKDAFSLFDYENAANVQEQKFIVIIFKLHLQIGNEGYLVGRNQVEWIEN
ESIIKDQLCKIKKKNENYFIVNPHFQNDDKKQSIQENEESHNIVNKTVSDKFGNKIWKVIHESGVLLQEGDVIKLGRVKF
TIRQIALQIKPQEQKSEYESSQSNSSEQIMCRICCSSQKSIKNPLLNPCKCSGSIKYIHLECLKTWLRMKLENRQSDNCI
VYLWKNLECELCKFNYPPKFKSDDAYYDLVELSKPNDYPYLMMEFTNKQGQQLEWNNSSGIYILKFSNVQELKLGRSTDT
DIRVNDISVSRNHARLMVQEKKVYLFDNHSKFGTLHLIRSERLQIQRGMEVQVGRSLISFQ                   
>Ptet_A0C780_A0C780                                                             
MNSSMQFIPDLNLDNQPDDQISPRKEIIKKGILKTFYYQDVKRRKLIGCNIYVNEMNEQQLQLSKRGLTCRICMNEEETS
RFIMPCACKGSLQYIHEECLKLWILQKNGIEDVFKDRIKCELCSQKFRMRMQLHNHFEKSRFWEVPKHQKICWLIQLFFI
FAIISSIAVLFTNFGLSNIGVDAVMTLLIVLCLILIVYLAASVIAFHQVEMIENWTISNYRPRRDTKQGSFFQLQSQMGQ
SVTGSPIVRKKTASVHPNGLNNLQVIQVNQLMTSTNISEQ                                        
>Ptet_A0DQU0_A0DQU0                                                             
MGSCQCRKFCESEQVNSNTHLQEIATNDDYRVNNQEGTVKDLFIKIKTWQKESFSLFDYENQSHLKEQNFQISKGGYLIK
NNNELQWIDDDVDWNKSVIKQEQILFRIDKNEGIFSIINKRGECKQNYEEDKQEQTTKYHGDNKDFQQSENLDQLEGDEF
HQPNDLIKKYSHHQKISMSQRTNTKLMEKGSKLWLVVRSMQSMMSNNGIKLKEGDVIKMGRVKFKIREIQLNQRQLMQSS
LFIERQDSDSAKSSQSDAITCRVCCSSAYSRSNPLVNPCKCTGSIKYIHLNCLKKWLKSKFQTKQSDHCIIYMWKNLECE
LCKFNYPPIFKSDEGIFDLIELSKPTEYPYILMEITQKRYEEMQENNMSEDTQWNQCNGVYIISFDNNSSEAENIRINEL
KIGRANETEIRVNDISVSRNHGTLKLIEGQIYLTDNKSKFGTLILIQQTVIPLISELNGIEMQVGRSVLQFTLGNNNANQ
QSQQQQYLESEIFDKIIGRNFEDDELDYLQ                                                  
>Ptet_A0DGM0_A0DGM0                                                             
MNDLRKQRRIFGQKVVNRQSRRLRLSILIFDLYQKIQQYIGMGQCQMQNERISIYCHTWNNETSDLFDYESIDNQKQQFT
IQHQDSYIISKKETLELIHEIPKENSEVLLYITAQNSVVAGIQQQQGNSTALTNTKFPFKLKKNWLTVRSVNKYPLNVND
IFRLGKMTFRISSLSFNSQNENELSSRSKADSNEQCRICLGNTQSSNPLLNPCKCSGSLKYIHLECMKRWLKELTSASRS



SEKSETYLWNLLKCEICQEPYKVIFQSDGVTYHMLDLLKPKFPYVMLEFYQKKKETQVKQSNLGDRFTSKSDGVIVINLG
EKMSLGRAKENWVKLCEASVSRFHATLQVEKVQQQSSLFLYDNNSKFGTLVQIKEDLQIYQELEIQVGKSLFKLQTSNMA
C                                                                               
>Ptet_A0DF81_A0DF81                                                             
MGVCTSKKKVDENIQIVPYKVCITAFIWNKESHNLFDFESNQAAKKEIELDFSGSYESNNQQHFQWLTTKLSHQQIMYKI
LTIIKQEYVNKQIQLLRVDCEQEYMMLSGMNQKSDQRVWAILCNRPDFESLNVHLQTIKEWELQKGDMIKLGRMKLQLLE
INYVIDALQQQKEQAENDDELQSKDLELEASQCRICFSKSGSPSNPLFSPCKCIGSMKYVHLNCLQIWIQQSIKIKNQQS
SIQYIWKKMECEICKMQLQSTYTYQGQIFCIMQIQKPVVPYMIWKITSDDKSKEGIIQVMELLDKSEIKIGRVPDCDIKL
KDISVSRSHAIIKVIKSEDNRYKLVLQDNNSKFGTLLYAQSDKLLKYELQSPQKVLYQIGRVLLYVQLKEKGKFYNKQFT
CYRHPNQIQVFPKKSINEQATIVPNLEKDKDNQLSFQTNNELNQDDIVINVKQI                          
>Tthe_XP_001010555                                                              
MLQMFSRRKNQQFKDDKPSDSKLSLDDSQQTTMGQECFENNLAKKQHHQKSDNTKPLEQDRQEEEDQGIGCRICLEESED
RMSGKLGNYCNCKGSISKLHVNCLEVQLQLQFKDSVQLEKEFHSKCELCQSKYRLSISKRVYFNPANYIKQKATQKKKIL
MFLVVIFALSFYTSYVVNKHIKEYICYQNSLNHPQLQTIEDQQSQNSTTQQIDSKFPSIEQFDLKSYLSKNSSNKINEID
KKSSDFKDSIQVTLSYLLIGFFCTTALFSFIMLGYNLFTIFLYFDVYISKKNLQIAKQAQAK                  
>Tthe_XP_001023412                                                              
MENGSYSLKAFNSSPDFTLWRVIRDEPSTFNQPTWNVKKGDTIKLGRILLKIEDFSHTGNLSQNQDLLKKEDDDAEQGIK
ATDQSQNMDDRQFQCKICLAETATTENPLLSACGCQGSLKYCHLACLKQWVSSLGKTKMMGNTKVFVYKKLICELCKCEY
KTSFKYQNFEYNLLELKKSSNPYVVLRQINPNSKDHYFYMVDLVNNSSCEIGRIFDCHIRLNDISVSRNHASLTLQGDKL
VLKDNKSKFGTLVQINDKLDLQNLKDKKIVLQTGKAILVLEVVKKSSIKSEQISPIPAHIEICRVINEHNYLSGQIQKYQ
QDKNEEKDVAEEIENNDVIIYDMVDNQQLQQDIYSIGKEKKFKNQIFNQYNNNNNNNSLPQAQFQSFTYHQNSQNINIEN
QNNQQQPRQIGITDIRIDYE                                                            
>Tthe_XP_001019607                                                              
MRNRIVPLSYINQNQNNQQSIIPIQQIQNTETQLVNNENQNNVSSQNINNLSSLQQLNLFLEKMDIEKKQEEDEKENGEE
QQQIRQQEEEQQNLNNRQPQVVIQPSLSDQRNIKLCKICLEDNNEPNNMLITPCKCQGSVGNIHQECLKTWIVSQGYDLL
SPIKCELCNEEYEMEIEVSSKFMPTKACQDTKCIQLVSFFWLVVFMLGNIAAIIVLLYFQVMQLYFNIKIKVIQFYFNMQ
DSYENSQWGYILMAVAILILFEVALVLLVKHQTQEIFFGLYIKSWQILSIGQAADQIQDDNNNQQLNKDLDKSNQTGGQA
FNNNISRNQHQIRILQSRSVLSNQNQDVYQQNGHKLPSRQSQSRNTNQQEIPKAQNYSIGVNNEMHYSNSYQQSLQKKSM
TISQMKAHLGLDDDEDNKDEDEEEKKENRIEKEIFDKKVNENDEKILNFIKNNKDLYNHIIQSYVKMDNQFILKNNEVSK
EIIVEVPLESYKNTQNSLNNGANPKQSADQFINLQNIQQEKILLYDNSYQYRDISNKISQNNNVNLRSQSAFQQQKQLNQ
NIFLSKSHHLIDIFQQEKISDQQLDNKNIIVDKNLFNSDRQQNEINSNTQIKL                           
>Tthe_XP_001032791                                                              
MGNCQNICQLGLTTESPEQGQDLEKYFLGQRQQSRIQNAKDGINLEQIKQKNQQEYNQSLSIGTNASKAYNSQRDDIITT
NKESNDAINNLNNKLNPAQKFVKIKTTIWNKDSHSLFDYENNDNKQSIFKIKSSGTLTLSKDQIVYRKKNKKYIGQINGE
NIQANQNANNGKNNSEVDLFKVHYECGRFFLQQTFDSEMRPSQQSSWIVIKSVQNQRKKGFRLIENDFIKLGRLKFKVRE
ICESGKKVQTQIKKIIEEQTEFVSEQEGITEMLTIRSAKNLEEFQLKPNSNILNSLNNPTNKNTTTNPQQQAFVQQLSNF
KQKYEEQGTNCSQLQCFTKEGTYPNIPSKGDLGKDITNNTNMSNNNNIEGGFVPMCKICLSEQADSDNPFVNPCKCTGSM
KFVHIKCIQYWVRSKIQSSYQNQNCIVLLSKFFECELCKTKYHFKFNSEGQIYDIVDYSKPEDGSPYLILEAYTGSKLQS
FGVYILKLSGKNHFTIGRAHDADIRVSDISVSRQHAQLTYDSETHQLYIKDRESKFGSLVMMRDDLEITQDLDRIQIQNG
RTLLEIIYDRNQRGIFSSCLGGSNENEGIEVISEEEDDEDRSFDTQYQDI                              
>Tthe_XP_001031844                                                              
MIYQQCWICHQECAFQDNVLNQKNLSPCYCKGSLESVHRECLNQWVTKRYKKIINEIDVKEIQKMEDSDFQNPSHPVMKK
LAIKCPNCKYSLKYEVIELPQQPSLLVLDYQKNDQREQGQQCNSETDYDRKMCSLQQSPDIENKQDFDIVNILYIFTVFT
VLIAAGYNIFSDSKINFGIQVKDKDYVENISKIQANIGFNDSCLQIKQG                               
>Tthe_XP_001030039                                                              
MNSEVQEANFKKNKLLLFISIFNSKLLFIQQKEIPFSNHNKVVSMVQIVIKKEEKEMRLRQCLKEQSSIYDKQNQKQNIR
DLIEITSKLGNKKSGRPIDKFLGSIAKMSFKVKISSKTWIKDNYNLFDYDLEKDLNLKEHTIKSEGILSRKQDDTFFYCK
NKKSGQQNDISQMTSDDKKLLQLKFQDNLVKVYPPEEKDQQLWKVVSRSDSEPIIVDLNDTIKIGKKQFTILQISSLLDC
LKGAKILKNIINCKYIIFMTLSQKEKRQYLVNNPRDKQKSNIYDQSIQLQSKQMLDLDNHYHVSNIMNTFISDADMMNSS
ATSHGNSRVGSLDHNQIEKQQEKQERMPCRICLSSSCSRKNPLLAPCNCKGSTRWIHYDCVQQWINQRIQIIEKPNYANI
KSRCIKCELCMTLLPPNIKLDDQVYNLYQFKNLKFDKFIVLEDADGLIYMLNFTNKQYFNIGRGHNCDIKLSEITVSRKH
LKLEVDKDNKIKLYDISSKFGTLVLVKKPITVQYDQNLDLQNGRTHIRIKRIEKKSRLRQFFNFCYCRKEEIEYPSKPVQ
KQLKHEICRERDFENHQDEVQISRVIDDSQQFQSPYVVYNFSQQNNINIPQDQNADISQNAINFRANTQVMQDSQQRSQS
VLFGSRRQLSPFQQNQQSQMRQFVPQSNSSLGNYIEIDETNELQNRNQINIQQLSTQQHQSQPLLMPLMIHQESVNEQMR
EEEVEDQEAQYNSFSRAIRAHQNSGSIPIIIPHSNSAPTNVDFMPPPIGFR                             
>Tthe_XP_001029886                                                              
MNLGDKQKKPAITNQPSKRMATGQGQNSKDLKPYVEVKLVTWNKDSHGLFDYESKSVDLKFIKIETPCEIYRLKKEPAAD
GSKEKEEFKLLDSPIEQNNKENLTNKNSVFLASIDVNEAVMRGSQFQFNAFRDSLGTFNENQQQQESYLIVRSLKNEKNV
QKGYELKIGDIVKFGRIEYQVIQLICNYSDYNLFGTCYCVQNRIHFQDEQMINESQQRQCKICLGEEETADNFFCNPCDC
KGSCEYVHFECLKNWIQSKVKQKKADNTIVYSWKKSDCELCKKPLPKHVNYHNKLNDLLDVEIPDDKPYIILESIAKEKK
VVKTLFIFSTNVEDKEIKLGRGHQCEVRISDISVSRTHSMIKYKDGKFTIFDNNSKFGTLIKINENLDIVSDKKAVQIGR
TVITFAQKMGSVGQGNQFQERSETQKINSHHHHHHNHNFPNVQILNGAPNSPIVPHNQPLPNGSSNGGSQTNIPVNGQAP



INNYNGYYNNGFYGNLQQQVQFSAAESAQYAYLQQINQGQVANQIGNQQIQQQNTNIYSIPSQYQNNTYPTYQAGSDQTV
LKQSNKSNRQQ                                                                     
>Tthe_XP_001028013                                                              
MISSFNPISQNVDNTMLNGKLIAKQISIKQKVNSINQSENTEQTHQIASQNIQKCETNTFEKQDGQSQKQVQKKKFENNE
DKLSSIQQKNMRIFNSSMKIKINDNKQQNKQVGNDLNKMYGKSDFLQPKEVQQLSQSMEISENADQIIMMKSLNEEDFKI
SAQNPQIRDKSIKLIRSQSKRINLDTTQQPAEDSNLNYFINSELASSIVISPKKSKIIPFQNDHLSNQMNNNNLSQKIDD
FNISWNCSQKQQKKKVQKNVIQNNSIAKTNAFGNSMIKQNTNNINLNMNEYADDDEEEEQQDIKSKNIIVVDLQNPTKLE
QLKKSKNMQEWFMKRKSQELNQFQSYAIQNNKDINIDDINKKNIYTIDEKQETEEMVCKICFEGENKDGQSNNKKSPLIS
PCLCQGSMKYIHQECLKEWIISKLCQEFNSYVQLQADLSKTQCEICKYNYRMEIQLGDRFLPSQAVKKGMKPLYLSLVTF
LISCMLFYLAAHFTTQSTVFIKEFKFAQVNQINFAFLKKSVQGDTDSMETGYSLGIGVCSAIVGCIFIFISIICLRECLY
VKKIVNWIIFNSERQKKIDSIQTQIINKTFNGFRLNQIQTTQQENMENQGQVLNQSNNLNQINIDQSQINNTNNKFSHSL
VMENNQSYQEQESQNLSPSRYSPTQINNITNIQRYQNGENYNLPY                                   
>Tthe_XP_001027767                                                              
MPIPQQSQKSTANSSMCMEKISENNFDQNNTSINYNDNTFATLNNQNKIDGLDNLKQNSKDLCQIIEEEQQQANDHGENV
HQSLSARQVSEEDKNNQSAPQISPVLRQKENKGLQYKNKVFVCEQQQQNPQIQKKPDNLIESIHLSKIPVSKMEAPRMVQ
AYAADEEKPVRKISEQKLSCKICLEEQGPFITPCKCSGSCSYVHEKCLKDWILQQMKNKKKIQNIESNGTKELILFQNQL
PEAKCEICQHKYQYQTIFSNKLSFDCLKKCDQTTQSFTTGFIGSLLSCFMIFLIVIMFTNSPFQSSSSQNNSTQSDQSQQ
QSTQNEKNENSSSDNSSLYQIIFVSVSFIILLAFILITVKCCKKGLWLKKVVSWKILGFGEKAQQEIEIKHNTVLPTQII
AQNPPQTQRVVPRTNQQTQVRSNTARILTQSQAQRQQMSRLVPINIQMNETLIQQQNRTIITTQALRNTRN         
>Tthe_XP_001025167                                                              
MNKEASQMIPNEIANETQLNTNVININTSNNQTATRSINSSQSNRLERKNRFNLPGDQAYQQSSLLSNSQSNKIQVQSTK
NKHSSQDRNLNASKEKKIQQDNLHIKEEAANELSSICNSVYSKKEYQTNQNYNNQDASPNKARVLYGSQIIQVRQSQQQI
VEQMNCSMQSFHSKKSKDLQVYSAQDNKMLILEVKNPENIEKLKLKIEQDEQNKLNSGIKNKSQINVQDNNKEQLRQQDD
QNSVLKETNNVLSCKICLEEGDSEKQGKIFTPCQCTGTCKWIHEECLKEWIISRYVHLQTSNNPRDFLKAECEICKYKYN
MKFETQHKFYKNNVCTKNGKKNFITCLCSMLCIVAYIVCMLFFLVINNSSSGSSSNSNNQNNSNSNQNNQGNVQQSSSSS
SNVQSYQYALIIVCSLLILLSLIVCIVSARQAFFRRSISRWLIFKYDPILNKVQNNNQSQNNNQKQQLNNQNSNQQPGYP
PNDDRNLRFYYNGQVFNTNLRDSVPVNQQRYHVRRQVNPNRNNSMRREPSTQDQSQLFNLRNSDLAARQNQQNLILVQDQ
NALQSNRVNVENDEAMSQNVSARQVQNNEIVRVDNNRYNVNIDDESFEYFNNSQDMVVYQFNNNNNNQRQSNFNLADNY 
>Tthe_XP_001023479                                                              
MNERKNDSCLNSCFEIRQVISKRVGMGNCQNLSVGNDPIKAEKLKKNNSNNLQTYFLIILEDLGKRQKQQAYQFVQVGLF
LIIYALIAFILPPKFDKMKKKNRTIIRKKIKMIKTYTWNRDSHGLFDYESKGIIKNQLKIPEPGFQYFILLAWNIFKQQK
ICDKCILRQYKPAFERNLENQVIKFIQKGLIVREKDEIKILTSQNYKGESADMKKLAFVDIRNNHYVVDSEYITNTETEL
KVKKSSQEEGIGDLCVWAVVKSLKTSKGQKGYELQVGDYLKLGRVRFRIKELQGLDNEKKNKNFVFGSNLNILNMDEMEQ
KNENVQQKEQDDTSSNSPNTCRICLGDNDEPDNPFITPCKCDGTMKCIHIKCLQQWLKSRLHPKQTPYSISFVWKTFDCE
LCKQQFPNMVKVKGNVYDTVEIPRPSPPYVTMEILSKDKNICKGIHVITLSQKNQIRLGRGHDSDIRISDISVSRCHAIL
SYDQGIFTIEDNNSKFGTLALIKDPIQLNNQNNNIAIQIGRTVLSFILKKNWKIYQVSIPPQQMSQKQNQQNKIESSPEK
VEKKGPKIKTIEAPGQKDEENVMNQKIDEGENHNSIQPANHHPPRFMSQQAESSNQNMNIQNNNLNINNHHHHSGSDNEQ
GNMQLNHQSSNQHQANNNFQLPEFKDPAEELEAFQRQKEKESEIQILQQQLDLIKQHKNINQQNLQNLLNNPHEEQKIDH
EKIKLQNTIDQYSQKIKEIETKIKYLQNDRNDLKENNNQSNNLISERSDNQSYRKNGYQESMYPENNINFNAQKIQKGNN
LNNTEYNQNAESQQQTERNLRQN                                                         
>Tthe_XP_001022618                                                              
MNSEIPRVYMSKLQPLDQSDDEYQVQKPINNISKKIEKDLTSIQKVNNQNWNQQDQDITLIGQQLNKNLTKILKNEEEKS
RQSIYDKENTFEKTQIMVFQGVDGDSVIEEDISKNYLEQSKNVIVQSHHNDPKEQKFQNLDEMQINDVNYTQYKINDEEN
VEKDQLKADETQKYIENTFKSLIESQKQHFQQQLQEKQQQISHENYEPPQCRICLEVQEEDENINKQSQQVIFQTVSFVH
NSERAEGKSDHIKIQNGPLMSPCKCSGSSKYIHERCLKEWIKQTYVDFSQAQCEVCKQSYVQRFQFEKKFNCNPTFFCSH
PKKKIFGFILWLLLIHFFIITSILLLIDIFQSNQDSHFFIKSKSNTAEYILLTVDIILDATCLVFFKKYLIGLFKTKKLI
DWQIMNFTKHPKEKHPKLIEKYYEGRPSKDANSASNKNLQLQLMMNNSIDKHNKANSVHNITHGQSMALNQSQVGKPNNS
IFNSQKMSRNNSNYQQTVNFFANMGVSENILNDYINNQELGFDDQQFPNKSQSHLVFQKCSSQDGNQEKVLCNQDQQIHK
EMHSSLKIRIPSPVNNNLQFQNITASEKLTTRKQSNNFLSLPFDERSPDKLNGFSTNFGKAEDKSTRKCANSQWQRHIFF
AKDQSYEIIVKPSENQDKIKEESNENISKINDQENNPDNKKYPKNNKSLQKFFESTLESSNQEKSNIENQIQQLKKADNQ
TQMYGEEVANKNQLIQDKKQLFRVCESMESSSDEKIDLKKLNNESKQNNQAQQQEKKQVFTDQIQIKKQIPKVIKQTTSQ
QRLQNILYEKIQKQNPYISQEILQNQNQQNQNSNLSKQNSKENPAQLFSSLNTQAQTQELGESQKTQINNKSFLSSNHVS
IQKGLSTVKSNDSFKVKTYINKNQIIDENMENQTTLKKESNHCIKPSLQTQTIETQESGIQKNIQNQNQDIQSELKIKQI
VNQLNKEDMHVESLDQ                                                                
>Tthe_XP_001020951                                                              
MDNKDQHGISDKSVWIIINTFKDNEQEKGFYELSADDYIKIGRVRLRIKEINPIGDFSQQEPEELLTYNSKNGTKPTEEI
QCRICLGDTYIDDNPFIAPCSCTGSVQYIHLICLKIWLQNKLVIKQNDYYTEYQWKKLECELCKQPLKPYINHNGRVFST
FTIRNPACPYIILEKLQKDTNEPKSQIIVNFSTTAKENKPKKEKTLLKIGRGAQSHIRINDISVSREHAHLDENSKFGTL
VLVREPIAFSVDWNKVSIQIGQTVLQLKLKKASSGFFSCNSQQPEEDLFEDLQQKKILNKYERDNSQNGLQPDNYRFEKS
QTGQINDPFQVSTFHKINFNNTNKRV                                                      
>Tthe_XP_001015899                                                              
MNKIEPIEEDNLQIPKKLHDVNLNKNNTERCRNQSSDFFLNSEINNHEKVQQNEHRDIESPKNDVQYNESHYQYLNQNEN



PQKSNKSHSIAPSKNQQQCRICLSYVQDEEAKHLGQLLSICDCKGSIQYVHYLCQKDLLEAKNGKTIKMIVYQAERLRNE
PSRQIIQQKKIERYRGIKFHKCDLCGYNYEVEWKSSLKLRPLSHMKTKKKCYLYAFCVLLVSFLIDYNNYSKVSETIFTF
LGYMLIIFAIISNTIILLVVSFRLFLVRTYFVKSIQKQRVK                                       
>Tthe_XP_001015280                                                              
MNFEIFGKANCKLKSRHLKKLDNPQGGISALSTCQRDFNDESSRISDQPLTVLIKRKEKKEDKTELLQIQQQKKQGLVDK
SEEGLKDKQYLNNQPNSEDNSISADQNNYKDVINKYVNSLNKVLSNQEENKKSNLIVPRKQMYQSSLPEESQCSYYDSEE
NSQIQNNYNNSNKQQSQYMNKNELNGNMKSTSQENSNQLNGQQIQLNNSFKSKNQLTKAQQLNLLLQGSTTKGNEKQNQM
LQSSQCQQSEYAEGDEHLDENYSYYEVSFNHNENKQPKQSQSIQNQQKINNQMSVQTTNLNQMQKNQTCQQKFSKDKLAS
LNQSIQQSIYAKSIENKSSLNPKALNNSLMNEEKLQAGSIAEKCCKICLEGESTEETGQLLSPCRCNGSMQYIHEECLKT
WLVSQQVDIDTAACELCKMEYNMEIIIGKKFQLTHACQEGQISFASCLCLFILVAGMLSIIFLFAFKWNVLSDSSSSDSK
SQNDGNGKNNQKNDNSSDSSSDNSFSYQLSILIACVVILIVILVLFIMSIKEAFFVDYMKKWRIYNFDKETTKKKKKSLN
QKEKAQLNQQAATNARVGNVVGSQTINNQSILRNQRGHRLSQQSQQINSLNQQNEQIQNYSHVSNINHNQTQNQSFDQVS
EQYQQQGEDNSNRQKLYDQTIINNLINDQSLNESYLNSTVLQLKANQNLNDSQTYKKQYNVIDVDKEKQMINELIGGQDE
QKDDYSLKQYSQQKQDLQDSKYAAELQKSQKGTLKIISSVSKIKKSHSNLSKVQQTDKYTIKPNNNNNQDGTIIKSSIVN
QDDNYQASIQRQSINKQIIGDELTSQDNSIDPSQYINKINKLLNDIPRQFQDVEGKQDIIYNVLITKPIKK         
>Tthe_XP_001013376                                                              
MGNCQQIQNLQENELKTTQKETGIYIAVKIWSKKSNELFNYEARTYKELKYDLLKQETLPKQLRHLFWRNQDDGLMLFNP
NKNISVSNDKQERSFLSKWVNLSSLDRQNGIEIQVNDVYKFGNTLLKVKDIYFSNHQQKFRNSFDAGSNYNCGCNSKKNT
LIIGNCSDQQQQYSKLLSDKSCQKQLSQISNNNNGKCQRCQNGCQGNNWTVMQKATTMMLSSKYQGTEECNDDLDQSYFD
NNCENQVAVNTEKQACNQNCCNNAKRSKKSLCHNQGEPLRQCKICLQTEDEEKLNDSFSQSLQKQNDELENKDHSFTLHQ
SNIKEHQNCHNHSFYSTQYTFNNNPLISICGCQGSMKYVHLKCLQTWVKSKQLLNDSFSSKYCEYYSHKAMICELCKKNY
PLKININGKKVFLLQMEEQNEEEGTKIIYPASTGSRQDSNVNQAVISMRQNSQENILQIDNEDDDNIADQDESPFEGHDN
NENESIQSSEDEGDDQNSQNSEGDEEEQNEDQEEEEQKTDWENLTNQKKREKKKKTKRFDNYVIFEISNSQNTSLNGLII
LNLQKTYENKANLNKTYSSDQNKNSSVLKTIFTLGRQNSCDIKINDITVSRFHAELKVNYEKGRIFLKDTNSKFGTLIKL
RKELVINKKLDGVQIQINNVCLEFCIGQDPQQEFYNQQYTNKQGKEKDSRATICQFSTCFKTNNTSKPDYEINIQDASFK
FRDQEYSPIEQLHDLNPLELSYQN                                                        
>Tthe_XP_001011668                                                              
MKKTNTNSFNSKPNKQKQAVFSQKKVPSNKIVPVQKVQLQNSINQSVLNDTLEQFVNTTDMNLENIQLSKQDLSQKNEDK
TDIQIETVINFNNASTTLDINEDSKNNKHIKFDDSELAQNSIDYKNLITSSTPSIINEQLYFKHNKSESTLSNITFNHVK
PGQKKQNEQDLDEDYNLGQILPQQNANKSEQVKPKKAPSKKNSVAKVKQFSMDEEDEYEYEEEDDEQEESEYDYEEDEEE
EEEKNDCQNNKQNGKITIEQLVTLDPLKSNGMMIQQKKTENEGEQTQKFQHQKNTSTLPHSLMENRLLMLELSHQDSNKF
NKNSPNFGNQRQRVSFQKNIDSQKEKCNQEILNQNPEANTYYKSSYTTQYERNSLNVNASLQSDIPNLNQKKKSRQIHPL
QLSISSTQNYVQQYGVSPNNLRHLQSITNQEMQMNNANLHKQGIIKTFGSRANSISRGPTPSRVLFPNNQQKDINSQVNK
EQNPRDQFQQDIEPTHCKICLETECTSETGKMITPCKCSGTLRNVHEECLKTWILTQQKEIMEAQCEVCMKPYDQTITFG
LKLNVKNTCRDGKMNCLTSSVISMFVIALIIVISLLFQQNDRINHSNSQYASSDSFLDSTTHVISLIIICFIILLILLII
IYYTLKEACCILVVKEWIIEQYVSSPQIEQSQIVEGTYNYQQTTEYQNQIQYNLQNNKIITYQQFLMERRSMPTIMPQNI
DEENRNIFKQNNRNFNQSRNSPKSQAQSCVTQMQNKQQKKLSKQEQQNRINQLLKSKKQLNKPILFNQRIYSSSRRQSQS
NAAVRVSYDLS                                                                     
>Tthe_XP_001010557                                                              
MTSHLPISLVQLDKNLKESLDSYQVSKEKGLADDNIGHLNQITIQTEINSNEDSNLNCKQHQHDQKQKKNILISSKYEQN
IQKSYRSSQDLDRPDQKQQIGNINKIRSPYLTKICSSPNLVCQSGNSQFEKTDFVCLEMKNVKDNRFCQDNRENKAEEQV
YCRICLDSQSDSETGQLQNVCSCNGSLKYIHHQCLWYYIEKKINNQIEQSFPLQVQCELCKESYRIQFEMITQANPAQVV
KQNFIRQSQPYSLFFILIFVLFIISVILFHQLTNLFYQFIYSFLLNC                                 
>Tthe_XP_001010556                                                              
MQNNIDNQQPSRSQEQIQRSNINIEVENPLSCIQTKVVRLSQKQVINNSDSNNQNRTYNQLTMQSQEIPSENVNIQLDGY
DINNKQKNNSQKNIDQQEQNENIKNSKEIQLVEVKEISQNKLQKGDIEQQLQGKNESRNQEEEQQICRICLDGQIDQCSE
TELLNVCECKGSLQYIHKNCLWLQLSSKVKLDEFERNKQQFICELCKNPYRINVGVKCAFQSLDKFKQSIKDQIKQILIF
LSLFTVNAAIALLIINLIEQESQSQKSSTLGFLFYIFVSFITTACFASFLVLIHIFIKAGLRRKVALLKIFKKKEDYVNI
CQQKNNQQQIQQQNIEVTK                                                             
>Tthe_XP_001010498                                                              
MNQKAYKQPLRERNQVELKFTTWDKDSHGLFDYESESVQTEKHRVDNPCQIVRQDNKQIKIVDYNERIEDENCRVLASIT
QKDSIQLYLLDCKLASQLDILTLKDSFSQNPNFIHQVNEIIFLFQKASYYINPSSQSSNSDSNTSGSSSTDALGKQNNSS
KENNSNNDAYLIVRFLRNQKGEQKVGDMIKLGRVEYCVIEKYTEESGLQQINDIFCDQEQYNFNIDYSKTETKTCRICLC
EEEQCSENPLLNPCNCKGSCEYMHFECLKHWVESKVHKKYSPPFISTFKWKQIKYYLFKSITKVNFQRNLECEVCKQPLP
KIININNKKLSLVETARPEGNYIILESISREKKVSMGLYIINNLKNPEDQAKLGRGHTCDIRVQDISVSRFHSYIKYENG
QFLLFDNNSKFGTLVKLDKNYPILSEKVGIQVGRTIITFSLKPSNSSNLNQLQQSLQQSVAQFDKVMMNNSQKQKQNQEQ
QQVIQKVQQFKNNNVITNINTISNINSQNTSNNSNNNGNIRIPTNTNIPQAIVNNNNTNTNLNQQQKNNNNNIQAQLITS
SSAILDKLQKGNSIKQPNKGNTFVSNAANNIIGGNSSQVQGSNVNRNNIQNVVLANGSMANFNSTQYKIGDVPLMNNYPV
SNSNTSNQNSNNNNNNNNNMFSSSHVMGQNNRNSSNVTHYNEFPNFNSMNYNQANQYNIQNNFQSTLYTNLPTISNNNNT
HTSNNHNNYGHYAIQQNGSLISRNNRNHH                                                   
>Tthe_XP_001009419                                                              
MSSSGSKNNPDFTFQCSPDIVKSYGQQIAIFDKANEEDAQEFSHTERKIQQLIKKNKNELSYDSKSGTDEINKNLNTAQQ



QLSEAPQSINPFLKTEESKTSRDRRPSIKSLVPYYKNSHSIQNYLRMLELKTVKGDLISVESQNSEDECKQYAKQQIINM
QRIGSAITKSDIESNIITKNNNQDQNSNYYCSEFSDNQTDFDQIFKLQYSIICRICKKQGFKTEDKDHQIINPCSCQAPN
YWVHNACLEDEIRQNIQNILENPNQSICCKMCSTPYSLSLFKYRNWSRYRELLPCFLFLLSMVGLMLYFFVQLILEVTQQ
SISISSALINFYIVVFIIIICMVIIYISLKMLEQVKLKINRYQKSFQTEQEEQNQETLTIIKYLKQTNGQFL        
>Tthe_XP_001033395                                                              
MGNHKSTGAESDKKHKSGLIIKTCTWSKDSHSLYDYESQKQIKKDVIPVSGTCSIVRVADEVKQDSQSENELECMQQQNY
DGLNKNSAWIVVRSLQNLSKNKTQGFQLSANDYIKLGRVRFRVKELSIKNQNTTDKSSANDTSDNKEYTGENKESCRICL
ADTYTKKNRFIQPCNCAGTVAYVHEECLQQWLKSKIHCKETSIHSYYSMKNLECELCKFKYTDENSFVGKNFESVLIQKP
NCPYLMLELLSKEKSIGRGSDSDIRISDISVSREHAIIKLENNKFIIEDQKSKFGTLILIQRPIELSPSFNKIEVQIGRS
ICYFQIKKQSNFLTACCSGKGSKKNDVINSTVISKATQAEFMENDARINVSNQYMQDEEQKNQFEQSSPLRQNRVNGNGA
MIVSPSRVPQRGGAIGTRQNLPDTMQHIFATNHQIQQPQTVEDLQRMEEIQRNIENENNIYSNNTHNNIENPENENQESR
VNQVPTFLQNNQFQINNISDKKK                                                         
>Tthe_XP_976896                                                                 
MSSPLECPQECSANYVTFADIENQVVKIDINSIAQDSSPNSPASPTSTAESDNDKSADSIPSNGTPAKQEQIQNKHDAQE
DQICKICLEKEFEDQPTKSENNNSEDKFISPCNCKGSIQNIHSMCFFKLLIMRCKNVDGKDIYKCEQCQQVFQLEETAEG
FQSRKKKILFNFLFIFALLFSVGILVTYILILLNVFYSDSNVLCIFLVVAPFIIVILYWQLSTCLPDSIKSDKWKVTAKS
EDKYIEYQIDSKNQMILVSVCSFSEQQQQQQQQQQQSITEQVKQIQNDKSASLNKSSLSNQLLSKIYEDQL         
>Pmar_XP_002785729                                                              
MSRSPPPPPIHIEATTWTRDSHELFDYESRSIAKTNFEVVGNARLIRRNGEVSMESDCGELVEPAEHTDYLLKCVNFDTK
YLIQPAEKQPEGSRWSAKKLWLVIKDLGPYSISEGDVVKLGRFKLRVRQLCGYESEELVRPDLMGPESQTSMATCAPPEA
DGKPCRICLLEASGSDEDPLVEACACRGSIRYVHLGCLRHWVEGRLSLHSGSEQQGSTHTYLFRQLACELCRTNYPLYVR
LHDGHVEQLVPMPETRAPYMVLENMMRVDPIGGGQTEGADNQSSVHARGVYVISLAGKKMLRLGRGHESDVRIADVSISR
WHATVSFTEDGRFVLEDHNSKFGTLVALRRPRVIEAAPPPEPVGEEEVPKAPVLTVQAGRTVFRISRDVPPPLLPPARPD
PLVVPEGASIADQNVAVAMIAAQLGNDYRAAAMALQRQQQQQLMRERGGLRSDDEEDEEQWGNDEQPEQ           
>Pmar_XP_002784692                                                              
MSHFIPTVYTESTTWTRDSHDLFDYESQHVVRRDFALNQTVRFVRRNDDVRIEDASVDAIPSREESDYLMKCINFDSRFM
IQPADKQSGTCRLIPKSLWLVVKELGPHTLLEGDIIKLGRFKLRVRQLCADSEDRLVRPILSSTDPATSVARCAPPEADG
MPCRICLLEASGSDEDDPLIEACACRGSIRYVHLGCLRHWIEGRLCLGGNDGHNTPHTYLFHQLTCELCRTSYPMNVVLP
DGTTSQLVPMPETKAPYLVLENVMRIDPREGMNGQSSMHSKGVYVISLAGKKALKLGRGHESDVRIADVSISRWHATVSL
ADDGRFILEDHNSKFGTLVAMRRPKLVNASTGDDAADAGGSILTVQAGRTVFRISTRKPRDEVSEETTIPTEGNDTFILT
ENMLTGGAQSL                                                                     
>Pmar_XP_002778093                                                              
MGPSVLKNRGDKVPTDPTESDASDESTELLCRICFSDGETKGNELIAPCMCKGSQKYVHVSCLRRWQRATQALGPGDFMS
DKATTCSVCQGRFALSPPERPLWERLWALAKDLMLTLFTITFAIFLNRSLIFVGVMAVMLVLAYRCPILCALMAIGLCAS
LHSFGIRPVITHDDEGGFRVALIRHGAPVPNFHKGALLVANDNMIGPGSIFYRSVALVLEHDHMGSLALILNKPVARSPI
ADYRDAAEGPPVELLTVRGGPVRINEERRIMHQARGVVGARVLLSQDREDSVYLGGDLTAVLAGIAQQDRGAGDERAHAI
IFDGCARWAPGQLYGELRAGSWRWINPPWPEEILLSAFDQHGAGVDNGEAMYHMIMNDYGEQLIGLHL            
>Pmar_XP_002775248                                                              
MITNTSGILEVPIINTSRVIIKNDDDIDEVEGSRVEEPLISIGRCNPTTDDMYIKGVSHCDHKKCRPWLVVHDPSNAVDG
VSLKEGDILRLGRVELRVRQMVYDNYRSQSKEEEEEEEEEDGPTLTLPGGVGGCCSPSSTVCSNDDDREEVEVELQLLSK
GVSKDSSMTKAYVDRSIHGLSSSSSSSLHGMVCRICLMEGTSSIHDPFVAPCHCSGSIKYVHINCLRHWIGDRLRLPSGC
SSNRRRRTPPFLYRPLTCELCKALYPTYVNIDGNIECLYPLPHVKPPYIVFELNLNPTSSSSFEQQQEQDGSSNSIDANI
GLNVVSLGGYKCRDIGPEIADNNTMLDDNYNNNNKTADVDGIIIGRGHDSDVRISDVSISRKHCLLRYHNGQFYIQDLYS
KFGTLLSIPSQGLKIPPSGSIAVQVGRTVLRVIAPRKGTTRWPPSSSSILPSPPPNGVPHIVRPYQIGGYYRDQPAAYDG
SSMPMVVVPSTYPPPILHGHHHHYDNDEQDDDDVMMVIPHPSNADGIPSSSTTDTSHGLLYNTIHDDDVMMIIPHPSNAD
GIPSSTTNTSDVMMVSSPTTTSPPHRID                                                    
>Pmar_XP_002774908                                                              
MSLEARTTLEGVYAHVIARSAARRYLHDLYEEVDSKPCKTSEERICRICAGTAADGRLISPCRCKGSMKYVHVECLNQWR
KVAANRDNFFQCQTCKYKYKFKRTWFAGLLTNPVIVGLCTMFVLLLLIVLCGFFGLMLGYFFPSEEEDVGFLWFLIAGHR
WAWYDFLLRGVTIVGLSGFAQLIFYIPRLGVDNQPRGGRVDVMILIIIVAGLIKVFAELYSSVREWSEYYLAHAESLILD
VPEEDDEKLSIAIRHQSSVAAKHY                                                        
>Pmar_XP_002775247                                                              
MITNTSGILEVPIINTSRVIIKNDDDIDEVEGSRVEEPLISIGRCNPTTDDMYIKGVSHCDHKKCRPWLVVHDPSNAVDG
VSLKEGDILRLGRVELRVRQMVYDNYRSQSKEEEEEEEEEDGPTLTLPGGVGGCCSPSSTVCSNDDDREEVEVELQLLSK
GVSKDSSMTKAYVDRSIHGLSSSSSSSLHGMVCRICLMEGTSSIHDPFVAPCHCSGSIKYVHINCLRHWIGDRLRLPSGC
SSNRRRRTPPFLYRPLTCELCKALYPTYVNIDGNIECLYPLPHVKPPYIVFELNLNPTSSSSFEQQQEQDGSSNSIDANI
GLNVVSLGGYKCRDIGPEIADNNTMLDDNYNNNNKTADVDGIIIGRGHDSDVRISDVSISRKHCLLRYHNGQFYIQDLYS
KFGTLLSIPSQGLKIPPSGSIAVQVGRTVLRVIAPRKGTTRWPPSSSSILPSPPPNGVPHIVRPYQIGGYYRDQPAAYDV
GSSMPMVVVPSTYPPPILHGHHHHYDNDEQDDDDVMMVIPHPSNADGIPSSSTTDTSHGLLYNTIHDDDVMMIIPHPSNA
DGIPSSTTNTSDVMMVSSPTTTSPPHRID                                                   
>Pmar_XP_002772259                                                              
MFHRGPVGIDNDFVVKTVHRKAAVGSSDELHSWMVVRHTAPGGYCLQEGDLVKLGRYQMRVKQIILDDGACEVASRVCRS



ESAETCMGTEDEGEEDAWPSLDLAETYRQRKRQSSHSFRRSSRALSRGSESVVSRRPSRTVSQDEIELSSAKSSLAVVPA
VGGGSEDAKKLVCKICLMEGAEDDDPMIAPCSCSGSIRYVHLSCLRRWINGRLELPDETDIPSSCHFFYKQLSCELCKQL
YPTYIKLPGCETVTSLVEVPQLRAPLVVLESLASNEENADSSSMSSTSPLTPSGLHIISLADSSPVVLGRGHESQVRITD
VSISRKHASLRYENGHVWIQDLMSKFGTLVAVRGGEVPLSADGAPTAIQVGRTLFSLSCIPSVKLPASFDVDDAKDSVAS
EHLGNVPRESSLSSPSFLSSHSMNNDDHHRNEEQRSFLSSLRRTTSNAWYVTMESRNHSS                    
>Pmar_XP_002772169                                                              
MDALPLTQARSVSDASDIPTVEDTASVVTNAAVETDSIASVRDSSVSSEMEEHDADHLGVDGVSSLDSTAKPTESGELDK
PVEKESSERNRSESSDVAMCRICGQGVEEGPLYHPCRCSGSIAYVHEQCLRRWLAMRRTGRTDDDNDGTFILEDQRCELC
GHKFSFRVVYAPNAPHRLPMKYLFTETWKLIFSIVKKCLRPLYAFTIWLVLLPLVSMTVLVDVFGVIDGFPDRLQIYGFV
LGPSSSSDSRVPWLALVFRRPMLGVLCGGIVVSICGFGLLQLWLHTRIAAVPMVVPTEPGDERPRVIERRRRRPATPTGG
AGENAHEVEVDNNDDEDHHDVGTATTTVDGSGTAEEAEIEVRLESMDNIENLAQCPLAPTLLQPTIPEDPYLVFIQRMQQ
HVETASQQVYPRPLVDDFPWDLICLSLGGLLCTQVAAIYHLWSTRGGMSLFGKVLSVLATALKYCVVIITGGFLPSLMIG
CVVLLALESAGGGTRGLVVSQTAGELGSIKLLCVNPREQAKEAMRESPAMVACFGHIIGRPEGEAQGGDQRLVRNKGIVP
ALYYSLLYIVYKLALVFVCVLPALALQHRYLPLQTRLVVTENSQAHAEAAISTMATSGMRAKIRLRTGKNHGTPISGSLD
YLFVPVEFLCGHVLFPLVVRKPPMPPLLASFGRTVVNT                                          
>Pmar_XP_002771897                                                              
MDALPLTQARSVSDASDIPTVEDTASVVTNAAVETDSIASVRDSSVSSETEEHDADHLGVDGVSSLDSTAKPTESGELDK
PLEEESSERNRSESSDVAMCRICGQGAEEGPLYHPCRCSGSIAYVHEQCLRRWLAMRRTGRTDDDNDGTFILEDQRCELC
GHKFSFRVVYAPNAPHRLPMKYLFTETWKLIFSIVKKCLRPLYAFTIWLVLLPLVSMTVLVDVFGVIDGFPDRLQIYGFV
LGPSSSSDSRVPWLALVFRRPMLGVLCGGIVVSICGFGLLQLWLHTRIAAVPMVVPTEPGDERPRVIERRRRRPATPTGG
AGENAHEVEVDNNDDEDHHDVGTATTTVDGSGTAEEAEIEVRLENLIGLEGSLGPSISTWFVMLYANTIAMLALVVLPYY
IGMDNIENLAQCPLAPTLLQPTIPEDPYLVFIQRMQQHVETASQQMYPRPLVDDFPWDLICLSLGGLLCTQVAAIYHLWS
TRGGMSLFGKVLSVLATALKYCVVIITGGFLPSLMIGCVVLLALESAGTHPFQPTNERSLMSLALSQLPVAVGTILVMLI
GHLVISITQAAEQGVLSCLKPQAKEAMRESPAMIACFGHIIGRPEGEAQGGDQRLVRNKGIVPALYYSLLYIVYKLALVF
VCVLPALALQHRYLPLQTRLVVTENSQAHAEAAISTMATSGMQAKIRLRTGKNLGTPISGSLDYLFVPVEFLCGHVLFPL
VVRKPPMPPLLASFGRTVVKCLGLSSPFLDSAAPVIVEWTLPLVLRLLSLLSLAAAITMLTITTMPLIVGRRACRLLLPA
SVLQYVDDLQAVPMGVVLTLLGGQVILRLMTAMSRVPTAVRSFFGRISNNQHLIRSFVRNTRKFLLNLVSLLAATVFIFV
VAPLSLGLLLYCVLVLPNSTSDVVNTASAPTKLFIFPCWVAGLVAMKVWILMIATRADVAWTMYDSHGVFYPPLHREVCV
NLLWPSVRIWLFHTTVPSTVAKLATVYLLSSFDSVEYICVFMSRYSVLLSVIVDVCIRSIMPTLVKRVTDYHRRMFDKRY
LVSTELENFDDSITTTIENNDEESTR                                                      
>Pmar_XP_002765506                                                              
MSQLVPTVFTESTTWTRDSHDLFDYESQHVVRRDFALNQTVRFVRSNDDVRMEDASVEALSRPREESDYLMKCINFDSRF
MIQPADKQSDGSRLIPKRLWLVVKEVRFGPHTLTEGDIIKLGRFKLRVRQLCADSEDQLVRPDLSGSETATAAARCAPPE
ADGMPCRICLLEASGSDEDDPLIEACACRGSIRYVHLGCLRHWIQGRLCLGGNDGLNAPHTYLFRQLACELCRVNYQTNV
ILHDGTTSQLVPLPETKAPYLVLENMSSMHSKGVYVISLAGRKALKLGRGHESDVRIADVSISRWHATVSFADDGRFILE
DHNSKFGTLVAMRRPKLINASTDDDVAGAACPILTVQAGRTVFRISTRKPRRVESSDEKTIPAEGNVAPGLAEQHVLAAQ
SL                                                                              
>Bnat_86312                                                                     
MEVARATDVTLVDEKKDVSRFDDFNGESFSESDTNDKSFMDFKNDCEVDEEINSRGETEIKTACDEEIAGETDESSVAST
DSNSETEQIRCRICHSSSGVLYRPCACSGSIAHVHQECLLQWLSMKNIRECEVCHTTYVFTPIYSTDAPRGASILDVAHW
LVEKAMSLYPKLLRCSLVLVSWLLLVPLITAFIWRLCFVASIMDLVKIADVSPEQIWRGLQTGAIICFVVLMVTVVVATF
RELMREEHHMAGGQIGGQGEGLFMGEDELLEGDEPALDDVVEDVPFSTWIGFTGPIKFFFVHITSVVLYNAVFLAVAIFI
PLQAGRLFLSIAHVDTDAFARWIFERFGDALQAGIIGEAYTPTPERYAAMYDMMPVKDASLLGCGYLFLMVLATVWGPLS
AFFRLDDLPFVGFLCGLLRYVMTGFKFGALVGFELGVFPVYLGCCLDILVLDLVDSTFEERKKFFHDAPLTSVAMHWFLG
INFILYVSFIASLLRRTIKRRILSRFLRYPDDPDFQPFHDFIYVPLHKHCKRLCVSGLLYTLLVILFIHVPAKVFTRLFP
SVAPLRWRFAERSEVPVDLLLFHFAVPAIMGHVDLRGVCLGGVKEWFIFISSTLGIDTYLLREDVFREAEEIEDDDNDWD
GEENDGAIENEEDGKNNTDDNQELNDEEDTDGVNDEPRDHKKDSSKDVFGQLHKDNSEGCTAIPKIIDSSTQSAAHSRSD
FIDSGKYSDRKHSSNEQRHTPVYANDPSESTTSACTSSSTDDSTNSTITTTAPTTIAAILLDKKECSPVQTTTPTGDPER
NSFQGEPLTLDPSPSDTTQEVHGDDDLPGSPLQLGDFGSTTQEEREPPSPSEGKERGDVLPKTSDSKLAAALSKATNLVA
STPPLEPIAYPLDDALDSAGEVGNVADDEIPEPKNAALEEEEEEEEEEEEEEKKNNTAEDTHVQPPDPEAALAAAIPRFT
LRVFLLILSSWGMHTLVLCACVLVPVVVGRLLLQMVNTALARHDLYTVVVGLYAYLGAMVIGGRLISYLRLHNVWEGLSL
VLKWLFVALRYMVLGVFVLGVIPLLIGVLFDLTLMTPMRTPADESPRIFPERDWVMGVIFLKVWFQLLISGVLGDNEIKA
VVQQILNDGLENINLYDTMRRAVLPCVHKLLLYLCLPVMLSSGCVPMFLRAARAFVLLSKDGIMLSMSRMVVGIVKSLQP
ELDLANTTDAVFEVETMCARNYCFRLAFLAMVVFELCSIMGSLFEGWYNSVKQSMFEERYLIGKRLHNFGETVKPESKVS
VETKESKLAVDSKDDDGKTGEQHQGSTEVKSQNITM*                                           
>Bnat_139683                                                                    
MKMDNDERRQRSYEEDDDDEEEEEEEQPVCRICFGGSEEGRLISPCLCRGSIRFVHLECLHHWRHESSNAKAFYECGMCK
YRYSFRRAIYAQILRSALVLHSMSLMILGILIVLSALMLRTLDDNVFEGSLASALKPNLKVIDLPKDAIPQEVIERFFEK
TWFWGLTGPHLLLGLSAVGVVGWLCSFWLYAPLVWGPGRNRNILPILIIIGVIKVLTVTYEFMKSLSGYYLRAAENLILE
VGDGYSGRPRTKKRRKKKDQKT*                                                         
>Ehux_196406                                                                    
MARCFRAGGKAKGASPRRSDKQFLRFHDDASASAGPGLGAEAGKVLQRIADRLSAVSPVPLSGFALPENPFAARALALRL



SPDDSPRKRPESPQQPSSKASSMAHFSSEGGISLTCLYGLVRILYESLGGARDGSSETGSARTKPGTSPAPALGVATALE
IEEGAACRFCFEGGTDSPLVAPCSCSGTLRWVHEDCLRKWQKTSPFTASACNVCMTTFALAPPKPRQVRAGMLLVAEPSL
HGTFSQAVILLCEITPDGAHGIVVNCPSEVMQSTSLAVAYEVSRLRQSGGSGPGSPASPLMIEWRRGGPVCGGRLGVVRY
TLMHTLGSRFGSIEVLGAEEVAAGTGESVVARWRGADGAAETESSYGFRSPAALGTNHAARLINSLSAVATIEHAAARAG
AVPPVALLFVGHCRWGRGQLQAELARGSWRLCEGRVADVLGDNVQLWQELQRSGRLRTWAEWAFEGAA*           
>Ehux_432925                                                                    
MADNKRARERTSGEEEEPASAAVGARTSGEDQAEAPAASAAAVAAEDDEGPLCRYCFEGESEGELLSPCDCKGGQKWVHL
HCLRRWQRMVLVSQPTHPAFYTSDARHHTCGVCAAPFTCAPPTRHELMSSFTGPELGALVDAGCMIGAHAGFSAELSRSL
GSMSEYVAEESSYRHWIGGAYLITETAAATPDLTFSLQSREDIALLCSNLGEGDAFQGPRGVTLRLAARGALSPPPEGEE
AAGETVRGRLARLEQRALVEPGAVLPLDVTLLKEPAPDCGEDHITAVNLTRIVPQPSLRMARPVEAAKEALAQRFPQVDP
SRVRVQHYRGGPCGSGEVACCIVTGGGSAGSSGWSVAEGIVAALELAFSRATPRSTEQGEFVCGQPVRLAGLVARPDLND
ALGIALRFDESSRRWLVRLADGDGKALKPANLRPLSEAQRGPDVLIFWGDAQWSRTQLLGELARGHWGLCRASAADLVAE
PATRRDGLEGRLVYAPKTEMSEAFLTAAAAQMQAERERRAREEAEVDADADADADADADVDAEASVQEAAEAAEQGGGSA
NALPMEGA*                                                                       
>Ehux_420879                                                                    
MSDALPAAEAPVAGELVSLHSLNRQELNGQRAIVTGRLGGNMRLPVQLIGTGANLSVRLHNVTRTTGESADVPICRICFE
PAAPHCPLSQPCSCRGTSAWAHRECLTRWRRSSVNIDAAIECGQCKQRYRDQLSIELIAEAARAQRDNFGSISLSNALEM
AREFADQGHYAEAEALYRHGLRSLPTAAHGGVDERVTDMACDATNNLAMAMLEGGDLGGALPLLRRTLEVSRGSLGDRHP
STLTSVNNLGRATPLGKLVLKKGGELEEAEQLYREALAARRDVLGASHEDTLNSTFNLAGLLKAWRAKGDIAGAEPLYRE
VLQVLRSTVGSRHPHALNAMQGLSTLLFQLGREEEAKVLCREALGIARDVVGVYHPLYQVLANNPWGMR*          
>Ehux_202097                                                                    
MPEAPLSASLAEARPEQQKQLLGERLAEATPEQQKQHLGERLAAATPEQQTQFLGERLYPLIQAQAPTVAGKVTITLLKM
DNGELLNLLHSPDALNSKIVEAVTVLEGDPAARAEAEAAWRLELCCRICFGEDSRANLVRPCACSGSIAYVHDGIVLQIH
PDCISTGMFLAGYMPTPGDSVLFWALIELLGLAGTLRKLWLGGEGVQLLLLRRFGGVRTVDLRFYDHELRTYM*      
>Ehux_203978                                                                    
MSTCPNGNAPACVRSARPRADKATGHGDTKRILVCPPKLPPSRNTPLRMSGLVCRVCFEELPSSCPDTEAGTGMIQPCLC
SGSARLVHRRCLDTWRSTRRGNAFTHCGTCRFRYRVVTRKAKPIELLAYRLTIARDIALLASIASCLVVLCSVIAAWLSR
EVEERGGTDSLAGLGIDSTTARQLTRLLLPGAGLDAPDGDSAAATGGSLSLHNPACPWSVWLGAGALLLCALLGVASILA
WALGLIPNDFEVQWPRNCQCFVFAGPVVLLAAAALCVFGLVVGVSIATRLLRRGFVRHAEVAWLRDETKRHVVQDLRGVN
LERAG*                                                                          
>Ehux_208607                                                                    
MEEEPECRICRDVAYPDAPLVKPCGCRGSLEFVHTKCLLRWLKYSHGANLNSAVCSVCQQPFRGLRAPGLLSYLLSCLLG
RRRWSGADLRAAASRGWRHLLDAPDCGHLECLALRWLLALGALQLALWEGQILLLLAFGFIRDALSLDRALDEARALEHG
GVGRGEGT*                                                                       
>Ehux_451789                                                                    
MEITVVEASGAREKVAVGQQATLGELRRRILSLSLRSCTLARSAPAKTLHICFDGGVLGPDRDATSLVALGVTGAPVVVV
ILASAAAASGQAPPQGPALGSSSSPSSLGQPTRSAEEGGGEPPPPPPTAAAPAASLDPPEDALCRICFGGEGENGLGRLI
APCLCSGSMKYVHVPCLNDWRTASANASSLYECEQCRYKYNIARTELVRAVAVSLLLLSALLYRLVEFEPSNPWSWGPRW
AATARRCNLLRGRWVRGYCGGSRCDRVVAGTLPVACVGLYPLRWYARPGLAKTGRVVQMAPDRLCRANAELQALHSGAPC
DLGADGTLITFAASAAHNMDAMVTKLTTMSAKNTIDHVLPGAHCIGAHLDEYTLQTLHTDPDVESMEPNCIVSIPPEESE
STAGTSAVTTQWGIDRIDQRAPLLDSQYDNRGRDGSGTVIYILDSGLRASHSQFNGRARGGFSAGCSGIFCGLGWVFNGD
VTDADIAQGCTSTHGTHVGGSAAATDFGVASGAEIVTVQVLTCTDGTGSTAGVLEGMEWAISDAARHGRPSVISMSLSGG
GQSFAYDRVVRQAQAVGIVTVVAAGNNNGQDACQRSPAFVPAAVTVAATERPSSFNPTDRRAFFSNVGPCVDIWAPGSNI
VSASVLSDTALTTLSGTSMATPHVSGVAAQLLSHLRLTRGLDISASRLASLLTCLATPAVQFPPAQTTRTSSSFRFVGTG
YCFTSFRGGHLGESSAGGGSSAAQVAAACGQECDADPQCVFVSGCNSRCIRFSAAAGDCSRRIFGGADMCFTGLKSSGTA
GGCGDERAAVGADSGVGERADGGVAAGVVAVDWAEELLGACSGAGGRWLEPTGPRPLRRGKSESQAVCERKAGMKIASI*
>Ehux_216881                                                                    
MLEQPGVDDAPRTCRVCFDEVSESDPDVVQPCECLDAGRPSLAHRTCVQKWISTRPNLRLSSYGRRDLGLCEVCSKPWRQ
QYELPDPPAELSVEELESRANWMLFTAYARSHRIGGLQPRDTDQLILNELGPHFDGPWNEPAQAWRGTLPPALAAQLSSM
IAQENRGRAGGGRDDGPPPDPAAGDDAGDEEGAGSGGEDSGSGAAAPEERLTQAIAQASIEGLA*               
>Ehux_438620                                                                    
MDASEGRADAADSARDSRECRICHAGAEDGPLSQPCGCRGSASWVHRACLERWRRSSTRRDAAYRCGTCKVEFRDELSLE
LLRARLDAQRERGSAGALHSMSRLAVELQAQGRLAEAEPLLREALEVCRATRGASHSDTLLSTTRLAALLQDRGELAQAE
PLCREALEASRAALGTRHATYLVAMNDLASLLHDRGKLSQAEPLYRECLAARRRLLGPRHPDTLVSLSNLGTLLRSLGRL
EEAAPLQEAALQLARETLGRRHSDTLAYLSNLGLLRLAQGRLGEAEGLCREAAEESRATQGLQHPETAASMSNLAALLKA
QGRLDEAEELYRAALESRRALLGGSHPSVLRSASSLSALLRARGRGEDAAEPPTRPEAAARGRGEDAAEPPTRPEARLRR
RDGPHRSMRRSVSSAGALPAADGTLVADGGGCAGCSAANTGATSDNERHGAPQERGLRL*                    
>Ehux_220486                                                                    
MSGLVCRVCFEELPSSCPDTEAGTGMIQPCLCSGSARLVHRRCLDTWRSTRRGNAFTHCGTCRFRYRVVTRKAKPIELLA
YRLTIARDIALLASIASCLVVLCSVIAAWLSREVEERGGTDSLAGLGIDSTTARQLTRLLLPGAGLDAPDGDSAAATGGS
LSLHNPACPWSVWLGAGALLLCALLGVASILAWALGLIPDDFEVQWPRNCQCFVFAGPLVLLAAAALCVFGLVVGVSIAT
RLLRRGFVRHAEVAWLRDETKRHVVQDLRGVNQERAG*                                          



>Ehux_441401                                                                    
MGSSSKSRGWVNVSVQTYQSQRNSSSRILQQDYTVDESGATLNALARNSEGPEAEEAREARARRRTPHRAPPARGARGAP
FREPLRSPCLQLSGRRAFIRFDREDNVFCTPGFPCSRGDVFLKVGMRGARLIPWRLQEGDIFRLGQAYVLVSKIRLEDDA
ATQMQLVQDAALPECVIDEDERDTDVEEEEGDGDLQRPQCYICYESGCHGNPLLNLCQCTGTVKYVHLQCLQRWMQPEGS
SAVNTHCPICKAKYPESAQAMMIHSPAIMLESWSNHRTLKLRHWISFNRHSTASLGRFSEHNDVSIPDHSVSGARRPAPR
ARLHHPPERPVLAARPRVLQRHLHPAARSPQARLWRMKMGKSLLSLHAKRTRWSRLRMRLQSLRLGGDARHESTDSERTE
RDRVTEAAERASLASQGGSSGRLSDGVTPAAGRPRSRVMTMTIDD*                                  
>Ehux_457082                                                                    
MEITVVEASGAREKVAVGQQATLGELRRRILSLSLRSCTLARSAPAKTLHICFDGGVLGPDRDATSLVALGVTGAPVVVV
ILASAAAASGQAPPQGPALGSSSSPSSLGQPTRSAEEGGGEPPPPPPTAAAPAASLDPPEDALCRICFGGEGENGLGRLI
APCLCSGSMKYVHVPCLNEWRTASANASSLYECEQCRYKYNIARTELVRAVAVSLLLLSVAAGALLLGPLHPEALLYRLV
EFEPSNPWSWGPRWAATARRCNLLRGRWVRGYCGGSRCDRVVAGTLPVACVGLYHSLYAAWLQNRRVSNARVPHVSNSWI
IGLLTMFATNGMRFARVLVAIGLAHSCRSAYHQCQHLSKRALTRWGTRILSARA*                         
>Ehux_237427                                                                    
MTDDEPCCRICFDTADSSANPLFRPCHCAGTSAWVHVECLDTWRRTSVNKRSFYECDACKFKYKFGARVGDQIFVARLLS
TAGAIHALALCLGSLIGWASSALGLTGMHHARFVVGDWFGPGTLRGADRDNAFGHVVALVAIAAGLCIAFYWIYSSLEAW
ARRTARHAQHIVLDFQPVD*                                                            
>Ehux_243622                                                                    
MGSSSKSRGWVNVSVQTYQSQRNSSSRILQQDYTLSGRRAFIRFDREDNVFWFSPVMDENRVASSTPGFPCSRGDVFLKV
GMRGARLIPWRLQEGDIFRLGQAYVLVSKIRLEDDAATQMQLVQDAALPECVIDEDERDTDVEEEEGDGDLQRPQCYICY
ESGCHGNPLLNLCQCTGTVKYVHLQCLQRWMQPEGSSAVNTHCPICKAKYPESAQAMMIHSPAIMLESWSNHRTLKLRHW
ISFNRHSTASLGRFSEHNDVSIPDHSNGQFWLHDRESSNGTFIRLRAPLKLAFGDGAPEWQVRVGGRYVRWGDAAAQAQL
ESG*                                                                            
>Ehux_118832                                                                    
MPRGLYGLVRILYESLGGARDGSSETGSARTKPGTSPAPALGVATALEIEEGAACRFCFEGGTDSPLVAPCSCSGTLRWV
HEDCLRKWQKTSPFTASACNVCMTTFALAPPKPRQVRAGMLLVAEPSLHGTFSQAVILLCEITPDGAHGIVVNCPSEVMQ
STSLAVAYEVSRLRQSGGSGPGSPASPLMIEWRRGGPVCGGRLGVVRYTLMHTLGSRFGSIEVLGAEEVAAGTGESVVAR
WRGADGAAETEVEEAGTEAAVEAGTEVEAGTEAEAEPVEAAGEQEEAAAPQHDGASRLPSVSVVAESSYGFRSPAALGTN
HAARLINSLSAVATIEHAAARAGAVPPVALLFVGHCRWGRGQLQAELARGSWRLCEGRVADVLGDNVQLWQELQRSGRLR
TWAEWAFEGAA*                                                                    
>Gthe_99033                                                                     
MDLRSINEALSLIHSIRKKDMKFDCLWANVCRYCLDEEPKDKLMNPCRCATPVHSDCLEKWITLGERSARNLRCEVCQSL
IRARLQLAPLHTLFTFKGGRKILVWMVLRLGYRAFIIRRLVHRFRPIMKKWSEKFAARSVKLLDLLACGRDSAFVGLFSW
LCLQLLLRDLQWFWRSASRFRKENAVLTFLDEKSMGPEEEQEQEQEQVSLDEPVAARSPVLPSPHLAGTSGVCARDEMRT
FLAVRCIALRTWKLASCGTAPAIRSSRSFPRTPMSHWTANEGDSMPDPSLRLWDAHNHLHLTPDSRDLLDLLQPEEDQVC
LSLMGTRVSDWSAIADLAAQHASKLVPSFGFHPWYALVCCRVHRDGTERATRWAHERVEEDWKQELRRLLHQHPSACVGE
IGLDGQWIPPGLDSVQYEKQKEVFQAQLEIATEMSRPVSLHCVKAYGDMFDMLRFSDELPPAIYMHSFGGKVGMLNSFVK
MKKYGDRFYFGFSSFTNLRSPKTSQVIASVPDDKLLLESDLEDAKEVHGALLRMLQVIADAKGWTLDYAAKKTWENAETF
YSKT*                                                                           
>Gthe_100414                                                                    
MEDNNGGSRVQVRVKELASGKETLLDLGTWDTVGIMKRRLEGKGFGPAALQRLVHAGRILDEEETLLGSGVSKSPTVFLA
MKRVDYANSVTGSMPEPRGYTPANLSSFSSPYRPAETSQTSQTDEEVPTCRICHGEHNGPGDQRLFSPCLCRGSMRYVHV
ACLNRWRAVSNNPQSYYQCDSCRYKYNLRRTAFAEYCNSYKVQEVLTTVTCVCLVVLGGLLSYTTGIEHRLYRACEWTPQ
WHGTRWSSIFDFFMCGLIVVGIGGFCSVIYDAYKNDARNMQFSLVYLFALYGHLVMRIVCFVGILHSLRTVHKLVEEEMK
RALSRWGDAILEVNARPPS*                                                            
>Gthe_160839                                                                    
MSLQDNNSTAEGFSDSAVRGMLWQNTRLTQSEESDVQTDSAQMIFAQPVFAQSYHDTHSSNSLDYDDSDINAQDVRSRNS
DAVEDDSQWDHACKSEERDEVDMSEDFQFQKASNEGSSDARVSDAGCHEDDLECRICRGGVECGVLLYPCKCSGSIRYVH
QECLDAWLARTGSTKCELCHQPFIFSPVYAPNAPERLSPYEFTAGLLDVLFKKVIWYLRLNLIAFLWIVFLPVGTSWICR
LYFMRSLYILSHFRNRMQVGAIVADWMQGVLLSLLVVTVFLAVSALRDYMLRQERLHQHLHNRQQYRIPAPNRFNLAQPA
RRQFEPENEEGAEEPFGAGGNEEFDMRNDNVNFNQEADRNFPIREVENQEVQNDDPLVGFLDGREEIPLEEFIGINGPLP
LILENFLTVLISNAIFIGMLTFIPFSIGRSILWFKHNWKVFFDITFTEKEAESAYYGDGVTLLTGYATIIFILLDVILVS
LVFGTRQEWFSPHSPLHRQVTVLLLIELVAFPTGCGWWCNESGKDGVHAAKLLHFSIPVIFDLPVRVRVTRFRSHWAVGV
AFMVHVAVLVAVLREVVKPEVLWFLRNPEDAIEHPLRDLIDEPIPKHARRIVLCTILYLPLTVILIHLPLALADAALPGL
FPVRFRFYNPIAEVPPYILLLHISFPLLMETFAPRDFFKTLLRAWLEAVGTALDIRDRVLPQDQIDEGARAQDQAEEPAQ
DHVQDQASANERSSEADILQEDQSDGREKRSILKESLLMLHLACLSIALVGGFSVIVPLLVGRQILAVLGVNECNDMYAY
SIGFSSTVWLWEGTARLRLQLQQHEFDVFVSNTISTMFRGLELACIFLLLGGFLPFLLGLLLDLVFTLMLRVGWDQAPAF
HGLLHWMVGLLVLKVTVRVLLAIPSLAPHWSEKLQHLKQMGLRNVRLSWVMRSLAVPLLSAFSMLLAVPYALAWGLMPVL
GFGARCCSWYWRVMYPGGAMVYVTIMGMRRTRSVLGQLHDSLRDSMYLVGRRLHNQPS*                     
>Gthe_101364                                                                    
MIVMLVSALGFFNPRGQPFVFDFPGIMQDFVKFVRQYAVPRWLLGAYMLLATYLAWAADVGVKYSTLKRVKSALGLNTTS
HRCVRGRKIPWNPSFRARFTVGICGVLTVFSSILLAGAVSNSLLGVNMGMILDELPFLVVFMGVQGVFSLLDASTSTYNE



SELRRGQVYVVDRVNQIALATSLTGPEELVMSLSKALVALFVVWPLSTLMGQQCIADFSVHAGLAVLFKCLLQMSVFASV
VQALLPEWDPARKQNRPLLTPEMKCRVCFEFSQDLRRCPCRCTGSVGYIHPVCFQQWFETKKSMRCELCHVIFNVRMLPT
SVMTNIQTMESLVAELLPPLSKRLALYLLLSIPISCNKLGFMVVDAVSENFRLLVGTAHSNAAYMLTLIACSLPAVAVAL
LEVVPRVLTDWHRRHRVMHWDGPIDGMSDSDSDDEYCNQEARR*                                    
>Gthe_103644                                                                    
MSSNEDVPADVEALEDASERSSQSEPDLNPEDAASDDAAHEHQQMDVGETSEAIESERYCRICFDHEDDEDNPLISPCNC
TGSQKYIHSKCLKTWQFSVQISSPNHPLFQSQDERHKICSVCRQPFNCPPASRMDIIAEISGVPPRYISSGLALISTENE
NLLRNSESPTLLEVLFHRRWSHWNRAVYLITRVVQETEGQLLPGDAVKGVNVTAIMDATDNVRPYYFRGGPVMPDHALAV
GFVSSVDGMQENSSVSVICQGEQSFGIFGDAKEECGIQKSDKEGKICVPVYIFLGHATWTRMQLLGEISRLDESQGEAPI
SHRIGLWRRMLQSGLVVYAQNNRMKDEFLERRRELMQSLSQF*                                     
>Ngru_XP_002683273                                                              
MVLNQTHEHGDLTDKNKLLNQESPTSYNPSPNSYYSNPSDPYLHQQGSLENVKQHNSNDEEKICRCCHGVLTSNDDYISP
CKCTGSMKFVHRYCLDQWRTVSPKATSFYQCDICSHPYDIKDVDENGRVLDETEVKEQGCGYKPKSILKFGTLVTLDFSI
ILIVWQVLVLLCAGFFALCDYDYGLRAKLFGLDMNIYLVTYICGLVMFFFIMGMLGLCCTGIVILNKMMNDTFCGNCLTN
DHYYSHNTYPYYGRRHSRRSALYHWYCFWPSLYGRPIYGSSPHCFPFGCFNCGTGFSGNCGKCGDCKGEGVLIVLVIIVL
AVAIVGLVFGMILMGLLGYRIFSRRISVLKKKDQAKYQQIQNYWPLP                                 
>Ngru_XP_002672521                                                              
MVIDNHPHDDSLAKNKLLSEPSLPSNNPTPNSYYANSSDPYYLHQQHNSSLENVSLHHHHDDSEDKICRCCHGVLTANDD
YIAPCKCTGSMKFVHRYCLDQWRSVSPKASSFYACDICSHTYDIKDVDENGRVLDGTEVVGKDGCCGYKPKTVAKFGALV
TVDFAIILAVWQVLVLACAGFFALCDYDYGLRAKLFGTEMNIYLVSYICGLVMFFFFLGLFGLCCSGIILLNKMINGTFF
GNCCTTEEFYTYDTYPYYSRPYSTYACSDMFFWYCFWSSLYGRPNYGGGGSCCYLGCMNCQGGYGGGGDCGNCDMGGCGG
GDCKGEGVLIILVVIVLAVAIVGLLFGVILMGLLGYRIFSRRFSVLKRKDQTKYQQIQNYWPADQL              
>Ngru_XP_002670283                                                              
MEQDTLLEEEIDFDQQQEEQQHYHGEDIHSDENILNESTSNDNQEEIVNSDEQGQDEALCRICKQPAADDDPLFHPCKCS
GSIKYIHESCLNEWMKHSNKGKYCEICKHQFKFEKVYTTDAPIKLSPLQFILGLLSVVFSYLKSISRILLVVFIWIVLVP
FITYQFYRIVNITSWRQILSIVEFETLFEDFSLLLFIRDCMLGGTICLFVLLLDLITAGVLEFIKSNLELLENYVNPQQQ
NQVANNQPQPVNAQVANNANNNNNEVLTLRDLLNQEQEMQEEDENNGNENNEDQEEEEEEEEEENIENENNDNQPNIIQP
PQPIVNNQPPNNPPQQQQQPREELDLEEMIGIKGKISHLIETVALVLFVNSQHILLLLFLPLQIGRFLCTTIVQELDISS
VIYQVLAEHNLLKNTTQIISNVTQTMNEVFNQTITTNGTMANEPKESVELTSIMVFAEKIAHILTGYAFLIGMIYTYVVI
NYLLHYGISKKYFPISGLAKKLVYYTKYVLLLVKIAAILATNFILVPFLVGMLLVFSTIEFFKRNEKSVLPQDFTTTSNS
TSFSIADQASMIYNSTAPIVQEFTEKNATELVRGLIIGTHAYFQSVSVEWVLSRMVYIMSVSFIYFVFGIVVVVIASSFI
QMLRSFLSKRVLWFLRDPDDQNFHYLKELVTLGVFTHMRRIFFSFVFLSILVLALVRTPLKLARFILQDYDIFPLRLSSN
LSDGAIYLVNYVYTHRSLTEAIKWTLVVLKSFIMGVFSIVLIPLLIGGAVHMSVVVPTTLFISKLESEDLDDSLSGSQPV
LMLAEVWSTGLLFTIVAYKVVKFLPGTEEIYTEISRIKTNGFRNVEFIRPLNRVLLPFVYNLVLFLTLPFIVSKLVVPFF
VTPYVQYQLFVLSYPALVFWIVSKHIYFVLAKLYHKLHDLVMDQLFLSQERLINHRDQQQ                    
>Tcru_XP_816113                                                                 
MSYPTSQGEEASKEAGDNTRMLPSTGQERNTEHSGVSQDEEEEEEQQPQRHEPAASILHEDAHETPDADHDGEMECWICR
SGGGTTQNPLITSVCKCRGSVGWVHRECIDAWVFSRRRASCPSCGATYNILAISDVSLPQTFFEQLCFFFWDLILPLSAK
ALALLLGIALNGFVVPCIIGVTFYHKCFFVNNGDAATRTSEYSSNSSETALLQGPEDGASTFLDVWLWINVMAYGWICVT
LWRCTKTGWCQWRAFFEDTDAMFATATEEVHEEEEDDDEEEDEDEDEEDDEDEEEGPRLQPNTVVGTLHWILDWSLERTG
SSQKMLRPRILELGTLVPLSFLVNFSLGKLLLCLILVLGLVLRRLLYPRKRIHDPTRRFAEAQERKTGATEIDIALWFIT
YLSELVLFSILMTTCGGIVVHFALSPYFLTFPASLSAFAGELTLTRLLAYWLVGSFCSMILLHVETAIIVPLFAPGVELY
FVRSVDLNLEDDTAYWKFVLAQVFDTDPLGVSLDFIRFCCIEMTLLYVFLATPIYVMFAAHEVMIKDGANSTLTPPLAPG
FPVIMVTPAVDGISAWLESYLAPEKSRLLESYYQFFFFLIELLGSCFARFSLGVILWFTRNPYWLRCVANTLIVFGTGTA
IVCVRLFPIKHMQLKVLRHVVMFIGRHVVHLEDYLFDKERLSLLDSWLRGDGQSDIPLPEARLPSVFRRREWALPPGTAH
PKYLKLRVALFSFLFFVTSSALFWIIPMAVMTPLLTVLPYSVPLLCLSANIVFFVFNPKMYFTAAAEFMLLCIIFVIGVL
LQPLFFCASLRNISRLQLIQETMEYYHKLRRTVGVYNGEAMEAA                                    
>Tcru_XP_810351                                                                 
MKGYIFLFIGYYYYFCACSFLFYFPFSFFLSFSLSLSLFFFFLHVCTLPLDLFSSLCCSRLKKVMHAKTRYLFWLGLIVL
LWTFTAGREAAQQPTVALFNGEHGTIMSVATWSDIDFGRRSAMGGGKRPARVFALEATLPVVGQEKSSKDDERVNRDLYF
FPYCSATKNSADKEDSNAPCSLSHFEGYILLRFRGGWEENFAVSLWQDSAPSIDVEVAERVFRDLINDSSATFPFAIDDS
SDKDSTFSGIMRRYELIESCNDFTDECFQARLMTYTTSFKEIPLGRYTGRVIFSVGLPGAWNRPWVLRLKSTMPHDSLTG
IDIVLLLVDKKGSFNWELWLTSSGFGQLFLAVLCVLVTMCFILVTKEVGMRLSEPTALNGRRTTVLYEETESNNGHCLSL
YRIMLATQETCVKIFSWLFVAKRAMHRYFHSWPRRRWEGAASNVVISAEMREVASNVEEDSQHMEPQSDCVEMNGSSEES
DGDEYLCRICRSKKPVDDLFAPCACDGSAKYVHKKCLEKWRAMTLNTEHRSVCAECKTPYNLVVERVPISPDEFLHSPVC
VPACRLMVKRAVGPLFLIFLLWIGGYYLKFCMYLVTGLDEGVVWSAANFYHWVLGIYSVVALCLNLWALEYVLIDFDESW
QQLLLLIISLCTVEIPLNYVGQITLSWLLNRHWSLEVSYGLGIIVTAVSSITLLPHLYVFLQSLSTEREVVLPRVEGVGN
RIIL                                                                            
>Tcru_XP_809837                                                                 
MSCSTSQGEEASKEAGDNTRMLPSTGEERNTEHSGVSQDEEEREEQQQPQRHEPAASIFHEDAHETPDADHDGEMECWIC
RSGGGTTQNPLITSVCKCRGSVGWVHRECIDAWVFSRRRASCPSCGATYNILAISDVSLPQTFFEQLCFFFWDLILPLSA
KALALLLGIALNGFVVPCIIGVTFYHKCFFVNNGDAATRTSEYSSNSSETALLQGPEEGASTFLDVWLWINVMAYGWICV



TLWRCTKTGWCQWRAFFEDTDAVFATATEEVQEEEEDDDEEEDEDEEDDDDEEEGPRLQPNTVVGMLHWILDWSLERTGS
SQKMLRPRILELGTLVPLSFLVNFTLGKLLLCLILALGLVLRRLLYP                                 
>Tcru_XP_809502                                                                 
MSTKEGVCRICHRDRGRLVSPCTCEGSMKYVHSRCLSDWVYHRRSLSCEVCGTTYSAAKVFNFQLTDGAPGFFILCWICA
RHYMKRYLGMLTFAVLHTLVVIFIPFIVAFFHYAIPPSDPLAMRWHPVIQLLPESGPFSPQIFFAVGAVLTLCAVPLFLL
WKKWQEWLALGEGDVLGLDFGEEEEAAQQPSVNPVLVESDEEVDEEPDGEIGGQRLVPATLPEENATVFEAITLLRQKSK
DHFGGGYLSSNVFHSSLHFILFYAAMWTFLKFVPEIMRLTAAFLWNFFDGGSNCNAALERVLQLTAISEGNSRMRHAMLM
LFVDALGSSTLISWSILYVRRSFSLWCIFWLVKYLRRLPHRKTLSFLVVYFRGILNVIALTCYGLLTVCFLTTLICLEFF
VAETSFASNDYETAWKIATGVSSKKMDHALALGHRPQVGTGSSPLTMLKALSVLSGVHENDTCGNFGDVQTRLMTTGANI
SDGFNRSAWAVDGDDPLLLPLFIATVFVSKVDSVSIVEMGYMAVYFALFLPCMARFLIHTVPVEWLSWSSLYRLLHSNLF
EGIRFCDLKALIFIYGEILVYTVVCSFTLLRCSLALVRVINPSLVPIALLANTSIPSFACWMRLSLLCYTTHRDVLEGAY
KLLTSTLENVFNIRQVMHGGSFSLPRVLSRAVRILAFVIFYWLVTVVTLAAHAIPGLHVLGKRGSLVRLFLLFDVQLHII
LYSLFPLGFPQQGGLLRVLSPRIGLLLAHWKHRWWFGSCLGLWLDSSEVRAGNRLGYSVRSIRKVPGDVGSRFLSSIDAV
LVRLEEYKKGPRGTRPIERLQETLKSLASKNDVIYFFLEEDVRLLLECMNPPTIQQFLCYILNCVVLLILQPFFSGAAWV
VMVRRFFFKPHCNVGVDAWFILLAWFCGVAITVSLCTMRVKVFGAPKRLLVYLFCGCQHFTIKNAMAFILIPHFMHIASI
SFVPYTLHNLLCFLLVSGGRERYWTGHVFYYVASTVLLGAWSFLLEMREIERRYRNKLRGVVEGGAERLILPRVLGHSVR
VFLLDTPADGRARVRDGEVAPGRDVGVGAPQQIHDVEDLRGKIMGNARAFVNSVTESAVRFLRKVAERQNIMGVVFVDHP
SVSA                                                                            
>Tcru_XP_808129                                                                 
MMRWFYCVLTLSVTLLPLLAHGEVSWGVYSSRMSPIGFGRITAVTAGAAVETRGNFTLREDPQPLSWKEKGVVIERIGEA
EAEEYSYHIPNKNDVISVTVEAGSRHLLEFTGEADNMINIVAQLLDSRYDENIQPSNCLGLYINVEIRVKDENDEGGKSS
DVWSSASGSKSSRRKPVSPWSSFWNAIATILDSSAFCDILPTVMMRVAPTPVPTVYQFIISARHGYAAPASNYKCQMRVF
IEQDPAEEMARMQNVFALGLPLAFLLLTAPFILWRIDLLPGYLVDIDVVNWLWYMPYLLRDTFVNVAVGCGTTIWGLYKE
RRSREHQRRLEEQHRRLMEEAQSLPSVHEEPTPFPSFQPQPQPGTFAAADVGFTPAGRNNNNNNNNHDNSNGNNTTNDCS
SGGSSGFFGKERRDSTVVHILPPPPSHPGTTSTSPAAAAETVEALAEARGEEVDVITRKKQNKEERQKLLNNREEFEVKP
QSSVSSSPTRVLIAASNLHYRHGNKDKDASAASGPRELLETSAPCVVHVHTSAVEMQEGVIDELAEGGNTRYRKNPSNES
RAFLYKEEEQEEEENVCRICRDGEEEEKLVSACECTGSVRWVHRTCLDRWRMESAKRNMRNVNRCEICKKPFNISIRRRT
LLWQSSRHLVLGVTLALSSVVFFFAITVFLRKTLGTISCRAPWRSVSYTTMFNLDGIMLTMFGYFMLVLLATFAFALVYS
RWHTREEIEAHVQEFQALPEFWTFRNTTKVVAVYVIGIGQALCLGYLMKLWIYRTSNVVWNWEASPSIGAVLYMTFLTLG
MSAVRAGREFFHNQSLSNASDIVVVDQQQEQQQQNEEERAEGNVDSQDQTPPTIEGSYETSQVAAVPPHLRPIRAMEYCP
RRPVGRT                                                                         
>Tcru_XP_807979                                                                 
MHAKTRHFFWLGLIVLLWTFTAGREAAQQPTVALFNGEHGNIMSVATWSDIDFGRRSAMGGGRRPARVFALEATLPVVGQ
EKSSKDDERVNRDLYFFPYCSVTKNSADKEDSNAPCSLSHFEGYILLRFRGGWEENFAVSLWQDSAPSIDVEVAERVFRD
LINDSSATFPFAIDDSSDKDSTFSGIMRRYELIESCNDFTDECFQARRMTYTTSFKEIPLGRYTGRVIFSVGLPGAWNRP
WVLRLRSTMPHDSLTGIDIVLVLVDKKGSFNWELWLTSSGFGQLFLAVLCVLVTMCFILVTKEVGMRLSEPTALNGRRTT
VLYEETEFNNGHCLSLYRIMLATQETCMKIFSWLFVAKRAMHRYFHSWPRRRWEGAASNVVISAEMREVASNVEEDSQHM
EPQSDCVEMNGSSEESDGDEYVCRICRSKKPVDDLFAPCACDGSAKYVHKKCLEKWRAMTLNTEHRRVCAECKTPYNLVV
ERVPISPDELLHSPVCVPACRLMVKRAVGPLFFIFLLWIGGYYLKFCMYLVTGLDEGVVWSAANFYHWVLGIYSVVALCL
NLWALEYVLIDFDESWQQLLLLIISLCTVEIPLNYVGQITLSWLLNRHWSLEVSYGLGIIVTAVSSITLLPHLYVFLQSL
STEREVVLPRVEGVRNRIIL                                                            
>Tcru_XP_804727                                                                 
MSTKEGVCRICHRDRGRLVSPCTCEGSMKYVHSRCLSDWVYHRRSLSCEVCGTTYSAAKVFNFQLTDGAPGFFILCWICA
RHYMKRYFGMLTFAVLHTLVVIFIPFIVAFFHYAIPPSDPLAMRWHPVIQLLPESGPFSPQIFFAVGAVLTLCAVPLFFL
WKKWQEWLALEEGDVLGLDFGEEEEAAQQPSVNPDLVESDEEVDEEPDEEIGGQRLVPATLPEENATVFEAITLLRQKSK
DHFGGGYLSSNVFHSSLHFILFYAAMWTFLKFVPEMMRLTAVFLWNFFDGGSYCNAALERVLQLTSISEGNSRMRHAMLM
LFVDALGSSTLISWSIVYVRRSFSLWCIFWLVKYLRRLPHRKTLSFLVVYFRGILNVIALTCYGLLTVCFLTTLICLEFF
VAEASFASNDYETAWKIATGVSSKKMDHALALGHRPQVGTGFSPLTMLKALSVLSGVHENDTCGNFGDVQTRLMTTRANI
SDGFNRSAWVVDGDDPLLLPLFIATVFVSKVDSVSIVEMGYMAVYFALFLPCMARFLIQTVPVEWLSWSSLYRLLHSNLF
EGIRFCDLKALILIYGEILVYTVVCSFTLLRSSLALVRVINPSLVPIALLANTSIPSFACWMRLSLLCYTTHRDVLEWAY
KLLTSTLENVFNIRQVMHGGSFSLPRVLSRAVRLLAFVIFYWLVTVVTLAAHAIPGLHVLGKRGSLVRLFLLFDVQLHII
LYSLFPLGFPQQGGLLRVLSPRIGLLLAHWKHRWWFGSCLGLWLDSSEVRAGNRLGYSVRSIRKVPGDVGFRFLSSIDAV
LVRLEEYKKGPRGTRPIERLQETLKSLASKNDDIYFFLEEDVRLLLECMNPPTIQQFFFYILNCVVLLILQPFFSGAAWV
VMVRRFFFKPHCNVGVDTWFILLAWFCGVAITVSFCTMRVKVFGAPKRLLVYLFCGCQHFTIKSAMAFILIPHFMHIASI
SFVPYTLHNLLCFLLVSGGRERYWTGHVFYYVAFTVLLGAWSFLLEMREIERRYRNKLRGVVEGGAERLILPRVLGHSVR
VFLLDAPADGRARVRDGEVAPGRDVGVGAPQQIHDVEDVRGKIMGNARAFLNSVTESAVRFLRKVAERQNIMGVVFVDHP
SVSA                                                                            
>Tcru_XP_804128                                                                 
MSGKMMRWFYCVLTLSVTLLPLLAHGEVSWGMYGSRMSSIGFGRITAVTAGAAVETRGNFTLREEPQPSPWKKKKGVVIE
RIGEAEEYSYHIPNKNGVISVTVEAGSRHLLEFTGEADNMINIVAQLLDSRYDENIQPSNCLGLYINVEIRVKDENDEGG
KSSDVWSSESGSKSSRRKPVSPWSSFWNAIATILDSSAFCEILPTVMMRVAPTPVPTVYQFIISARHGYAAPASNYKCQM
RVFIEQDPSEEMTRMQNVFALGLPLAFLLLTAPFILWRIDLLPGYLVDIDVVNWLWYMPYLLRDTFVNVAVGCGTTIWGL



YKERRSREHQRRLEEQHRRLTEEAQSLPSMHEEPTPFPSFQPQPQPGTFAAADVGFMPAGRNNSNNSNNNSNNNNNIHDN
SNGNNPTNDCSSGGSSGCCEKERRDSTVVHILPPPPPHPGTTSTSPAAAAETVEALAEARGEEVDVITRKKQNKEERQKL
LNNREEFGVKPQSSVSSSPTRVLIAASHLHYRHGNKDKNASAASGPRELLETSAPCVVHVHTSAVEMQEGGIDELAEGGN
TRYRKNPSSESRAFLYKEEEQEEEENVCRICRDGEEEEKLVSACECTGSVRWVHRTCLDRWRMESAKRNMRNVNRCEICK
KPFNISIRRRTLLWQSSRHLVLGVTLALSSVVFFFALTVFLRKTLGTISCRAPWRSVSYTTMFNLDGIMLTLFGYFMLVL
LATFAFALVYSRWHTREEIEAHVQEFQALPEFWTFRNTTKVVAVYVIGIGQALCLGYLMKLWIYRTSNVVWNWEASPSIG
AVLYMTFLTLGMSTVRAGREFFYNQTLSNASDIVVVDQRQEQEQQNEEERAEGNVGSQDQTPPTIEGSYETSQVVAVPPH
LRPIRAMEYCPRRPVGRT                                                              
>Lmaj_XP_003722246                                                              
MQEFPRRTARKTRREVTGESLTTVSSTSTATKDEDAQRSERVENDLSGALPQTSAAAASSFLGSSRNSTSGSVIECWICF
DPTSTPLNPIVTHRCRCRGSVGYVHQKCIDRWVIQQRNRACRSCGASYQLVHSEYPSGANLPLRPHERRVFLLKFLIKPL
LLESAETLCCVLLRFVVLPLLLGLVYSFHRWPLLWWPMSTTMSTFAASPERNFSYTASAGVPGSQEVLENEDGTYTLTES
FLAWADAILFGLVLCTVMNAVAVGWEKWNHYFRAARERLARETARQAEEGGLARAAAMPPVGPLDFHEDNGAAEGVEERA
EATEQRVNNDSPQAQLPHHEEALPEGFIVEGWRPEWGPLPAVEQELLPREDARDARQPGARAEARALAGEQRSSSDSDSD
NGDSDSGSDTPYRLSFVDGVFDTIDWVKSGAGGGGMKRLLPSSMRQLCYGLALTLLLRTIWGRSVVALAFAGFIVSWRYR
HTRNVLTAQKRRLYEVAERVPLLSQEAVKTLFGVYLVDAFFFYGALPELGGMMLHYAVAPYVDSGFDRGFLAFFHGLTVL
KVTLYWVVGAVLVMLLTAMELTVVGPLFANGVDLFFVRSFDARWDSVLGYWRCVVTQVFDSDPPRIVRGFLRVAVVELLV
LLIFVRVPFWGMLGCRDLLWGDGTVAQTGLPLKMSLSLGVTTGYDISVDASLDEWRRTEVLRVLAERVLLPFGAMYAARV
REQLGPMLDSIPLDNIDSLELTAASSTSMAPAARELWEQVWGNMSDRSVFLFHLIDPHSATRVAAASEGFRHTLERVQEP
IEWLRAATSEDGVCNTMMVLSASAEWLGTPQRQPPVADLEAIVAPPLTVSEQQSTSTARAHQMVLEAWRNMYQDAMSRIA
SVLHPEAVPTPPSLYPEHDSVQEEPHTVSTIKCYMAALHLSYPYMGMGRWRALAYEWWSLLLLRNTFANYVVDVLKYVAA
ISTVLSCFAVYPLQRAQLRILFPVVRWIGQSVVHMEDYLFDPEQLRAVEGFVEQEGEDELVLPPMVEPLGFDRREEYVEE
AAIPPYLLLRRVVVAVLFLVVASVMVWIVPVLCGTLLLCITRNALPVLVGAASLSFFCWNPTLFARSVIFGTALTIALVF
VLPIVGIIYIGPFAQLFWNSYPTLVEETFERQYDVHQMVGPYTGSAAGGNGSADGDSDDDWESIDSRDMVDGNAEALDQD
REAEPDVGDEPHGDVQAVTAH                                                           
>Lmaj_XP_003721818                                                              
MSFRQAVASVLAVLVLFSLALTSTHASSPAQWVPTLALFDINNSRILSTTGTSEAVSLGQRSLFVSRYDPNPSISVASLT
FYGSENSYATRTFDFLTVPYCVVESGTTTACNLHDHMLYMMFRFRHRYETDFHAIVWQDPTPLSSTVKALQDFKAHLNRS
DVVYPENDGTMRVEEAATCSDIMDECYLSRAATYTRSYKEIDPAQYSARFLFRIGKQYTMNGPLRVRLHSSLPHDAETIV
DVVLVLCRQPSSNPLNHRWWIESVAGRLALLVVSVVTTFAFLTVTREVGALMVRQRRGEDVLAPTLLYSEEASDGPLVSF
QRFAKVASNSLQAGVVYVWTKIHELICVNACCASRLRWLGARCPRVPAREHTAESQREITALNSTVFSEEEDPGPTCRIC
RCSEPHDDLFAPCACNGSSKFVHHNCLEQWREMTSNPQHRRVCAECKTPYTFVRVVVPQNPDLLTGSPIIESVVRHFAAK
FLYLAMTVLFAVGGAYCLKAAFFLTTLCDTGVDWGFYHGYHWVLTAYFLAALTLNLSIMEPFVRGTMLTGVQLLFVLLSL
FFIEIPMSYAMSAFLSLIFDRLFTWEVSYGAGLASAALLHLMDTFSNFAKILESFSEEREVVAARAESETQRSV      
>Lmaj_XP_001684987                                                              
MSFTELFPCAYGRLSPLPGLITSLSRAPSAAAARLFGTSYPLFLFALLLRPRRGIRCVSPACDGTWKNSQETPKRASSLD
GSIEERAGGRPLPLYPCASRCSATVPETRALVCGMLRGPKVRRRICGPGWGQAPLTSNASAFSPKRNTYTSFSLCPPLLF
LHPAQPHGVGFLDRKREAQTRNQRSTFELTSSVGGPAMEHDPTSVCRICQADDAPIIRPCQCEGTMAYAHPYCLAEWIAS
RGELSCEVCGTAYTLHVAIEDVPPLTSLRGLQLAANLLVTRPLRRLCGSLCAPLQVLVCCLVVLVASTMMWHSCLTHVIL
RHRAPAEFPILGGLFYVLGALITAVPVALLWAFEHFRVWVFLHEDYVVGLPPETPMQPPANAAQDDAATCALNEAFTRCN
AGSQSAMRSRYLAATEAQISKDATLQLLKAKVRASRGPAQRLRLWSFGPARYAAKVLFVHMMGVTAVVLGHVTLRTLLSL
CHGAAVLCRRLLPPAYPSLHLHAATAVTSAVVPPYVYWVAASVVGLMEWPLILRAAARCRRVADGRLSRSLFLCSLFTRS
AASLLVLFLTWAVVMPVIVYVCLFPFFVEGDLAVLMERRDAWQVLRTEHLLPLRCDDATRASASAVKPLVQPINVARALF
TVLPDVWRGLSPPLFDTATCGAAVSRPFAHPSPASLAEFMWYSAGVLIRISTFSTWLTLIGSMQTTLLWLLTGTFAVLSP
YTLVAQELAENEFFFAFLRLHGGGFWRTLLEAPLLVALYTVTVGFGAFASLHHLFPETLPKSLTYLPLYSPEKQDMHFHF
LYCWLSILKRLHTFVQRWLSNCFLYSNDTTTEMQGRGSQVVEHAAYAVCLVGANVVVGAAVEWASWSAWFPFFGFAFSIV
RVVQHGGNLNAAFPQLRRGAQNLKMKAVVLCFYGVSVDFARADTCMCRRLVRVKSSRMLHELRQRAGEKNDTALSLLLSS
LADFPGDGVVVCSRDTLQRLTTETAQCLATLPRLSVAAILAVAAPLVVCSQWHLNYVDRVAADYVAFPFWFCLLLRWATG
VLAVAAWVLAEGALLRTPLFHRCLEYAPQLIQGPPSLGAVHAVLLPSVIHGGLVRFVIGALTCLSEGRLLPTFGQMSVLA
ALLLLGISHRAMQLSNADWGRLARFQIHHIIIPLLPGHVAPPAPPEPTDTAAQLVARDDDDGVARPPQEPQVQQASQPPP
AHEVAAAKPPRTARLRARFARWVASQTASDVVLVAYPRSPAPHSARTGS                               
>Lmaj_XP_001685178                                                              
MHASLQFFQLLPRSQRTPMMRFHARARGNAAPMRSRVSTAITAALLSLLVVAACLVTTTVSATPPADAEDRQGATLTLLA
SATAAKTARRQTSVLDRFWRHSREEQNTLIETFFGVPLTKVNIDTISYTAREITPVADLKLDAHPPGQLSRSPMLTATGS
GVQLAASLSLQEHLTLTTQADASNGRLVSKLSVVHATSVATMNEPPSAAVAQAQDPAAQMSVLQQNHRVASPAITQPRRH
LKSSAQASAIESLRSGAIGVNKSHLRVSGIASRRCTDLKREAEKVVRAVADAKGGYSAIKDYSSAKMLAAKKAAGSLMRT
MGNHVKDTLINVNSTRALLPITIVGSGNTVVKFNGEAGNMIEAVVQLKDHRYDKLVRRDNCYGMYLQVELRNHYKLDDGA
YNSKDTATVVAMTQTRDYVGRNTWIKMESSAKNSDIDDNTRPDVPIQEEGSSRWADFWDTFAPMLDNSAMCKVLQSVSMR
VEKVPVTEPYYIILHSTTIPSLENPQNDTSASRTQVSRFDDSHYTCELNLFFNEEPAARLGRLQLIFAFVLPLIVLFLPL
PFTMRRADLVQQYMVESDFAEWIWLLPLLLRRKMVEALKAAIEWILSLRSAYQQRVLRNQLLRQEQAHQGTVAAQSATEQ
EQPSQQPGVQHFGWGAAATGAPSLETPDLTGFHASAAADAQTEPSPPRQQYESCTQCQFHEEDASFSTRSSRSTCSTPTR
ASAGSYSDESHDNAYFHDRGHHTHGGRNVGASMASHSPCSSDALMGDVRCRSSMTGRTHGTRRHRHHAGESHAVCEAATA



VSVHVPPEPDVTGHWWEGNQSGPRARSNGHDLLFTTEELVDAGCSLPTRKQHQHAAGAQRPTATDAIQTVSMRPREEMEA
VKSCGGAVDGVPAAGASAPMCTGITAPSAAAAAARERAPVSSAANAVPHEVEEEEESFCRICREGSDIAPLIVPCACTGS
VRFVHAMCLDRWRIESAKRNLANVNHCEICKEPFRVNIQRSTLLWESSQQILNGVCLFLACLIMIVTTTTLMHIVLGEMS
CSASYHQVAYSAMFRFEGISLTFFVYCLAVLLVLFANFIVYSWFRSQPDVEEYVEEMHIVPPFYTRRNVLLIVLVCFVLL
AQAHAMGYLLKYFLYRTSNIAWNWETSPLMGGVLFSVFTIFTTIFCGWVRDMYTVHVVHRDRGDAPATDVVVVPIGDADR
AEPAADNSNDGAAPAPLSQSIIVAGTAAPPASLTGTSVTAASPPPPPFPSPATPGVSPSSPALPTMPDSAAQQRPADEDP
DYTRHFGIPPDQRVIHAFEYCPPRRKMPQR                                                  
                                                                                
                                                                                
*******Rad60-SLD***********                                                     
>Hsap_ENSP00000318635                                                           
MANEKPTEEVKTENNNHINLKVAGQDGSVVQFKIKRQTPLSKLMKAYCEPRGLSVKQIRFRFGGQPISGTDKPAQLEMED
EDTIDVFQQPTGGVY                                                                 
>Hsap_ENSP00000324792                                                           
MAEPVGKRGRWSGGSGAGRGGRGGWGGRGRRPRAQRSPSRGTLDVVSVDLVTDSDEEILEVATARGAADEVEVEPPEPPG
PVASRDNSNSDSEGEDRRPAGPPREPVRRRRRLVLDPGEAPLVPVYSGKVKSSLRLIPDDLSLLKLYPPGDEEEAELADS
SGLYHEGSPSPGSPWKTKLRTKDKEEKKKTEFLDLDNSPLSPPSPRTKSRTHTRALKKLSEVNKRLQDLRSCLSPKPPQG
QEQQGQEDEVVLVEGPTLPETPRLFPLKIRCRADLVRLPLRMSEPLQSVVDHMATHLGVSPSRILLLFGETELSPTATPR
TLKLGVADIIDCVVLTSSPEATETSQQLQLRVQGKEKHQTLEVSLSRDSPLKTLMSHYEEAMGLSGRKLSFFFDGTKLSG
RELPADLGMESGDLIEVWG                                                             
>Hsap_ENSP00000380990                                                           
MSEEKPKEGVKTENDHINLKVAGQDGSVVQFKIKRHTPLSKLMKAYCERQGLSMRQIRFRFDGQPINETDTPAQGIILSW
KELWTWKQTFFFETESRFVAQARMQWRSLSSLCKLCLLSSRHSPASASQVAGTIGAHHHSRLIFLYF             
>Hsap_ENSP00000387204                                                           
MSDQEAKPSTEDLGDKKEGEYIKLKVIGQDSSEIHFKVKMTTHLKKLKESYCQRQGVPMNSLRFLFEGQRIADNHTPKEA
QWPTPAILALWEAEAGWITAGQELRPAWATWRNLISTKNRKSSQLGMEEEDVIEVYQEQTGGHSTV              
>Hsap_ENSP00000391266                                                           
MADEKPKEGVKTENNDHINLKVAGQDGSVVQFKIKRHTPLSKLMKAYCERQGLSVRQIRFRFDGQPINETDTPAQLEMED
EDTIDVFQQQTGGVY                                                                 
>Hsap_ENSP00000405965                                                           
MADEKPKEGVKTENNDHINLKVAGQDGSVVQFKIKRHTPLSKLMKAYCERQGLSMRQIRFRFDGQPINETDTPAQLEMED
EDTIDVFQQQTGGVY                                                                 
>Cint_ENSCINP00000013786                                                        
MAPGRPKYFTPNEVSLHNTIKDVWVSYLGKVYDLTPLCDEYAGNILLKPIIASAGKDISHWFDSNTGDIRTHIDPSTGIR
KYYAPHGRFVHIPPPCPASDWSNDFGRPWWKDNKYEVGVLSDKTRLIRIINTLTSQEQTIEVCCEENMNEILQRYLKYNG
HAASYTWKYDGIPLSMNKTLKDNGIEDEDTEFYELGMDYELWTPAIHLYFNDDLTEA                       
>Cint_ENSCINP00000026980                                                        
MQKKGLKLLENVKSMLHEARHAQLDLDSSIDNNNSIVEYDDANSYIVVRIRLHDVIHKYPVNREDSFYEIFKLLAKKKSV
AMECLVMTYNDQAVCMDDTAKKLGLSVADTIDCLIVHKKVGTTQYNSRDYISINFQCKFQKVKKNYKTNKYTSLQETFEK
YAADIGHKLQELVFKFDGDVIPKTSLPLDLDLENDDTIDVMRKKIQTTKFAK                            
>Skow_XP_002738715                                                              
MCNTENNMSDQEQKAEGSAESGSGGGSTSTSEYIKLKVMGQDNSEIHFKVKMTTQMRKLKESYCQRLGVPMNSLRFLFDG
QRINDDMTPKELEMETDDVIEVYQEQTGGSH                                                 
>Skow_XP_002734041                                                              
MSEEKKDVKPEGDHITLKVSGQDGTVVQFKIKRHTPLKKLMNAYCDRQGLERTAFRFRFDGQPINEEDTPSKLEMEDEDV
IDVFQQQIGGCLS                                                                   
>Dmel_FBpp0078984                                                               
MSDEKKGGETEHINLKVLGQDNAVVQFKIKKHTPLRKLMNAYCDRAGLSMQVVRFRFDGQPINENDTPTSLEMEEGDTIE
VYQQQTGGAP                                                                      
>Dmel_FBpp0083780                                                               
MSDDDCDIFSAARKRIPEIALPKNPYNLGNDSFSKEVDYDFIEDLPKKSTKTGKRKNPAATRKNPPKSQDDASPPKQAEH
KAVEPEEDMRTERSLSPVSLLILEMEKKNGQQSDVEKHAKENDVGPVARRTRSSLNRSEMAPPPVSPTVEVPTQTKPKKR
GQKKRTSLTTTTSNSASMEVSLPSIVGQNNEHISRRWTLAEVAARSKVVDSIDLVSAVAPRVEGFVNLDSEDEGEKEAPP
VVEEENIFDNDNPTIEVALSWLGEIQIYKLRQHQKFKHLFKELASRNGIDENDITVDMYYNFVGPEDTPHSIGLKSFHTL
TGHPTKSHNNNNVAAKIDYNPEALCRKPKKFQVKVQADKWKHPLVIPMKKTDNFKIIFIKCAEELNCDPRTIKLFFDGDL
LDPNDTPNNQDMEGNEVIDLKIKA                                                        
>Cele_K12C11_2                                                                  
MADDAAQAGDNAEYIKIKVVGQDSNEVHFRVKYGTSMAKLKKSYADRTGVAVNSLRFLFDGRRINDDDTPKTLEMEDDDV
IEVYQEQLGGF                                                                     
>Cele_T04A8_8                                                                   
MSDSDDNAYSDYLGNRRAALQKKRQPVRVCESDDSDDDFDTSGPSPMRKKTRETQLFPDDSDDDECVEVEKETYSQKVRH
EIDDVEEAYRRSIYKRETVIHAPVEKNNVISGLLKICEGWDEAAKSGAQPEVEDVKDDSDADESSIAAENFPVTVVILDC



ESHGNDMKSRHDIFLESTFSEIRRIYATKWGCPVSCVVFSHNGKTIDTYTTPQSLGWRPMTLPHPLIEASKEAGEPAEVF
TIENSPDSFTIKVLLASRRKPVQVEAAKDTTIQEILQKVIDAFVEDKEENIPSIESMKVVFDNERIKDVNITCEQLDLED
DDCIEVYF                                                                        
>Ctel_165362                                                                    
MADNGDIPDVDSGVGDNKEKGEFITLKVVGQDSSEVHFKVKMSTSMRKLKKHYSERQGIPINSLRFLFDGKRINDDDTPK
QLDMENDDVIEVYQEQTGGTTSS*                                                        
>Ctel_18771                                                                     
MSDGQKEGGSEHINLKVTGQDGSVVHFKIKKNTPLRKLMTTYCERTGVKMGSMRFRFDGNPINEHDTPSTLDMEDGDAID
VFQQQTGGSL*                                                                     
>Ctel_221353                                                                    
MPRFYDSDDDDLIVVEPKQTTPSPQKQPAGTSSSDSESSLDEKPATKRVRCTRSRQATSTETKESNEDEEDVFAKCLDRV
DETFADPLKSSTARDLELLARADEEAPVQRRRRKGRKVLLTPQKESEMEEVQEEAALSPLHTSAISISPPVSPAPRPKKK
RRTKAVKKLNRAIEIISKATEIIQPVNLRGPARSQDVIVLDSSPAPPENRPITIRIRSRSGIQRLKMYTNQNFSSAITTM
ARHESVPEASIQLYFNDDLVESFNTPAQIGIGIADFIDCLIHRSDTAASKKLLLDDPHALHLKVQGNGSKTKSHTVISIR
KDEPLGRLMKKYCESVKAPFGSLRFQFDGEDILPNQTAEELDLETDYCIDVM*                           
>Ctel_226287                                                                    
MWDNLKLTDLKTSITQTVPQMDDIGEHLLAQWTSNDESGTVAIMLDMGAEYGAFWDQEIRLVSKHREIEFMCTKTDAVIL
MNQSSTPDWTIAQVFKYLNTVLPLATAEACGVTCDGVLLFEVHTALEFFPESSLLSRLRRDELHSSSVIRLLLIKQTEDI
FPIAVKALTGSSTKVLISTKNTIEEVKRFYAETTNLGDSFILVRLVWNGRLLDCTKTVEDYGITEGETLHCVLRIGGSGL
RAPSEHVTTNTSHSPQH*                                                              
>Ctel_107226                                                                    
VGDNKEKGEFITLKVVGQDSSEVHFKVKMSTSMRKLKKHYSERQGIPINSLRFLFDGKRINDDDTPKQVMESI*      
>Lgig_227264                                                                    
MSDEKQVNDEKIGSEHINLKVTGQDGSVVHFKIKKNTPLRKLMSAYCNRAGITAGAVRFRFDGNPMNDDDTPISLDMEDG
DSIDVFQSQTGGSNHTNQSSPR*                                                         
>Lgig_237262                                                                    
MAEVENQNKSFSDSSSDEDSPPRIKKQKSSTLRGRGLAGLMKECQPHSDSEEEEEEDNEPSQFNIYSSKVERCLGNVKTK
NYLLDISLVDEDVEEPLEEVPVLCNSADLSEDVIEVCKQRPDFDDSLASTSTEDISSLDEFSPLPSVGAPRHTKQLQSAL
NILNRAKDLVSIDGLNTSLILDQDGSQEILITGASPVIEKEDILVKVVHKGKAHRINIKKLTDIIDCHINENTSENVSDG
QNLQTDYNVRNAIVLCVQSQVRNSKVDITVDKTEPIRNLLEKYAAEKQLDISKLVFKFDGDDVNPNDTPEDLDMDDNDCI
DVIDKKSEGVKATAKNADIVIIDDTPQKSKSKKRNLRRSRRTMRQQPA*                               
>Nvec_XP_001637900                                                              
KLKFVFQDNSEVHFKIKKTTQLKKLKAAYCDRQGVQMNSVRFLFDGQRINDDQTPKQLEMEDDDVIEVYQEQTGGL    
>Nvec_XP_001627624                                                              
MSRKTGPRSGVNLQAEKRRKVEESDDDLDLFSFDNQIPLTFSVPTSQTAISIDDSDDSDVDQGWERTNEAENDVVDLANS
SEDDELDQALAVDGADDSGNLDERQESHGSRRSPSPPPPPLQADLIKLHVQMQRSTREFDALKQVFTASPVPIRNPSIIL
LNEESACSSVDREIHLKIRTASGIKRFSLKAIEKFESVIEELAAQEGVDKKNILLSLRDQNINPDDTPLRVGATVADIIE
CVLLKSQIPEEDENAMTIRVHSGSAATSQGLQGLHGYQGMVFYLLLLFYHPHRTTRLSRYGILPSFALLPSTQDYKVIKD
YTVIKVWYSTFFCSFTIHTGLHGYQGLHGYQGMVFYLLLLLFFAILPSTQDYTVIEDFKVIKVWYSTFFCSFTIHTGLNG
YQGLKRLSRYGILPSFALLPSTQDYKVIKVWYSTFFCSFTIHTGLQGYQGLHGYQGMVFYLLLLFYHPHRTTRLSRYGIL
PSFALLPSTQDYTVIKDQPLQSLIDRYCEFRKLPSSKLQFSFDGDVIKGSSTPAELELEDEDILDVRTF           
>Adig_18935v114905                                                              
MSEDKKEVKPESEHINLKVMGQDNTEVHFKIKKTTQLRKLKQAYCDRQGVPLNSLRFLFDGQRINDDQTPKDLDMEDDDV
IEVYQEQTGGQGILF*                                                                
>Adig_22613v117802                                                              
MSDIEEENNNPVTRRARRKVPRKRENRDDIFSYRNQIPLSFKAKQFKIDDSSDSEDNEDFQRVMEIESSKMSESSDSGED
DIRITSEKSLKEMDSSTIEIKDVSWNISPSPPPSPVLSESTLMKINQRHIRNPKLRELDNILDNLKSNTSWSPCDIHRAS
PVINVDNLDDSLGLPSPSERNIVVKVRTRSGIRRFNMKAVEPFGNIISQLAEQEGVTEDKIMLSLSDLNILSYDTPSSIK
LNIADIIECVVMNVPMMTDDIDVENTNKISVKVQGNNAESKKTFQVLKTEPLDKLMTAYCKFRKLPHSRLKFLFDGDEIR
GTETPIDLEMEDDDVIDVRDK*                                                          
>Hmag_XP_002156156                                                              
MGDAAESKGDENHINLKVVGADNSEVHFKIKKTTQLRKLKQAYADRQGVPLNSLRFLFDGQRISDEMSPKQLEMEESDVI
EVYQEQTGGKTNSFV                                                                 
>Tadh_XP_002117966                                                              
QDNSEVHFKIKITTQLKRLKQAYADRMGVSIHSLRFLFNGQRILDTTTPKKLGMEDDDVIEVYQNQIPG           
>Tadh_XP_002107752                                                              
MNSGTLPSQSMDKSVKSSDEDTSEEDEISFFTYRNSQPINFVETQTRKVIIDDDDDDDIISFEPANKRQKKGNTRSKSTE
LDDSEIISCKSFAWAFNIIRTYLSNNEDYLICTSTVDTDALRRQVEKELESDEIIMKANSMMAEVLRRKIDEHEDTHSQN
PDEDLDEHPISGTQTNKFVRIPIRIGDKIKRYKLLETEPFQVIAETIAREEMIGVDQVLISRKDLDIKLDDTPQSINFSV
TDILDFFVIKKPTRTEKCQTDSILTIKIQSDDKSRATKTFKVHKLKPLETAFKEYAKFHRIPLSSIAFSIDGERIDLKRT
PVSLELESGDIIDARIIADTT                                                           
>Mlei_ML074230a                                                                 



MSAEEETKPAGGDNDHINLRVIGQNNSEVHFRIKKTTQMKKLKAAFCERQGIPINSVRFLFEGQRINDEQAPKDLEMEDN
DTIEVYQEQTGGF                                                                   
>Aque_XP_003388064                                                              
MSQDLKPDVKPEGAESGHQSNEHINLKVMGQAGGSVIHFKIKRNTPFKKLITAYCERQGLQKSTIRFMFDGTPMQEDQTP
NDLDMEDDDTIEVFQAQTGGF                                                           
>Aque_XP_003388063                                                              
MSEDSKPDVKPDAAGSGEHINLKVTGQDSSVVHFKIKKNTQFKKLMTAYCDRQGYQRNSIRFIFDGTQIQEDQTPIDLDM
EDEDTIEVFQAQTGGGRVY                                                             
>Mbre_XP_001748629                                                              
MRLYTSELSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSHTHTHWNEMAAPPPAEDVKPTVKAEGDGYINLRVTGSDGAD
THFKIKRVTQMKKLMDAYCQRKGLSMQSVRFVFDGTNIGPDDTPTSLEMDEDDSIDVFHQQTGGYTC             
>Mbre_XP_001743096                                                              
FKIKRHTPLERLFQAFCDVRRLDRQRCRFWWESFELQSQLTPELAGIADEDIIRC                         
>Sros_PTSG_00713                                                                
MADQQQQDVKPKVKAEGGDETQYVNLKVNSQDGTTVQFKIKTTTQLKKLMDTFCQRQGLNKASVRFLFDGQAIKEKDTPA
LLEMENNDVIDVFAQQTGGCFLGL*                                                       
>Sros_PTSG_11006                                                                
MALFLKVKRGKKSIFLEPNEGDKVQKAIDVIASVFEKDSDDVALVYQGKQLNPDKTFKDQAVTHANSQIVEPLRLQYIFR
EGGQWQEPEPEEEPVEETSQENSTDPSHASTAPHFPAELVKPPNM*                                  
>Cowc_CAOG_00067                                                                
MSDVKPDIKPETSEHVNLKVSSSDGSEVNFKIKKTTKMSKLIDAYCQRVGINPASVRFLFDGARINGDQTAADVGLEDGD
NIDVMQEQTGGLCW*                                                                 
>Cowc_CAOG_00296                                                                
MDIFVKTLTGKVIPMNVKDSDLISTITAFIQKKELVPAARQLLTFAGKPLEADKTVGFYSITKESVLKVEFMAPKTINLF
VKTATGLVTPVTIKGNEPVRRIFDIMRDTHGIAAEDLTLEYDGVVLETGRAVDSYNVKEEAVLNATVVVSASSKGKGSSA
SSKPDNGSFTTSIDKHALMQSFATGQSNKVEICFAFDTTGSMSSYIAAVRAELKSISTKLMSNISSLRISICAFGDYCDQ
FSSYVLKQEDLTSDIKKLCSFVEKVGNTGGGDAPECYEYVLRRIQDLSWSEDASKALVLIGDADPHPADYTSLHIDWRLE
AEQLAHMGIKVYSVQAGGSSGTHFYRDVAAMTGGYFVPFTQFQLITDMFLAACYREASEKHLAAFKAEKQSAGKMDAQLT
SMMDAISGPAKEATVFAEAEAEVEDSSSLKPGSAKQAKVPRRTQIVYGQPNYFYEEKSGKFQQYSAKYEKAYKKILAAEA
GESVDNFADDDEDSGETSRASDSGVASSEDSDSDSEAARKPTEPHTVIPGSPRKKRSHEKTSDASKPRVSRKSKAKDGRC
VIC*                                                                            
>Cowc_CAOG_05889                                                                
MTMDLDDSARASDGASNPNAAATTQQPPTAVVPVQQLRRRRTHHVAVQAPVDILLHPQARAARTSAASSQSITLDLDETG
ESTQKSSSSTTSSSSQPEPPARRHTIASDVSDGSLVSFMSLPASARQRQSTMMAVDSDDDDSGPNSDPFAVLQRPKGDSH
YNKKLYGEFVITQEEAAAAAAAAQLVEESDDYEEPYPTRLQTRTAKRPRMDESPPSDDVSAQTAAALSAARLQRERAQHL
LIEAQRSEMAESNEQQASESGPIPDASKVLARVVVVDGTPLHLLLTLDTTARTIQQFCAARLSVDPTHVALSFAQQTVDL
NSTMRELNISPRNDLFQCQMAPPSPTTYDATPSLFANNPAFSNSSSSSAPPDLEPFANTTSSSSSSMVTDLPPPLPDTVE
EPLSIRFRVRFDEHEVRKFRLKLTDTMSKVYDKIAADRAAAFKILFDGQPVPRNTTPEDLGLEEDDLLDVVSS*      
>Mvib_comp4229_c0_seq1_fr6                                                      
NFFCWFCLLFLE*SAFRMADEDSKEGVKKEGASEHINVKVVTADKLEVQFRIKMSTPLKRLKEAFCKRNGIEPNSVRLIT
GEGTRIDDDDTATTLNLEEGDVIDATIQQTGGGNEREV*AAVRR*DNLR*RMVDCVRSGASE*RINRVRGTDKMCE*EK*
IADIAEGVCRPDSRSASIF                                                             
>Mvib_comp6563_c0_seq1_fr6                                                      
VPQHISGTVTQGANDTLRALTAMISDDSDDDVPTTTRILDDKRTLKRKESDPLDETRLRTKRMRKNTYDVSDDDESDESE
SARQQGHEDEDEDEDVIAVASLSSVPGRLIASFLFEDDSPIDIPMAPNDTFNEIAQQIADREGVAENWIRLTLLKTSKMT
NKLYFSPWKTLKTVLTENKMSPFHSNPLTFEVTIRKPTAAEREQIDQAQLDTIHQMDIDDTSGSNAAPDDAGPSRISLLP
VASSPFHDSDASVDNGDSIALFVRCSDGFQARFNISKTKTVGDLISGFCKSTGLGSKEAECFLILDGEKLARATVIDTLD
LEDDDILDTNVKK**YQDVVIVYAVLSFVAYCVCWTCIVIYFCTQCNRQS                              
>Mvib_comp361575_c0_seq1_fr6                                                    
DDRGHAPRPPAHGTEFKAKSTTWFHKIAKAYADKKNMVPAGLRFQVDDDRVELQSEQTVGELELEDGDTADVEIN     
>Sarc_SARC_07057                                                                
MSEPSEEKPDIKGEGGGEQLHLKVVTQDGTEVDFKVKKTTPLFKLMNAYCQRQAIDRKSVRFVTPEGTVVQDDMTATDLE
LEDGDSIDVMQEQTGGM*                                                              
>Sarc_SARC_16160                                                                
MYKLISVWLCWWNCVALLLYKRIVLGIEPSFIRLYHVRSFAVFFPLKSNPTNIFYVSTVCGLQYLVDVPKKLPLSDAEAM
SSIGITASDLQRAGEISGSMPAMQDNSMINIQIRDGRDSKTIILKFKKTDPMSKLHNYYCKKQGIAPSKVSFRFDGDKIK
GSDTAEKLELEDDDLIDAIIS*                                                          
>Cfra_g4285                                                                     
MTPPTHLKKAKKNKSKGHVVPNNPDGPRPGTAEYTCGGDFGKYFEEQYGPTRWSSLREALVLPGSHSGWDNLFTAESVLA
PLNLTKPDPKYPCYLKTDTTSLPSPTKEVGGLTSHYLLDLASTLPALTLNPQPGDAVLDMCAAPGGKSLILATLLFATRD
PNADFGHLTCNEIASARRTRLRRVLDEHIPGPLHARLSVTMYDATKWSRHQTNQYDKILVDAPCSSERHHCQHQMKLRKP
ITREEWSVSRSKRNAATQLALLISACQALRIGGRVVYSTCSISILENDDVVRKALSKLENEATVRVVSHDGTPRSQIQTG



AESTELGFIVLPDTVLGDAGSGSPLSLTSSFAAVAAVAVAFVRSALLAGTPPVKNEGGDDQQLHLKVVTQEGTEVDFKIK
FHTQLSKLMNAFCQRQGIERKSVRFMTPDGDQINDNDTATDLGLEDGDSIDVMQEQTGGAQL                  
>Contig69785_Abeoforma_whisleri_fr1                                             
**SQKKL*TFTFEQYKREWMPKAKYCS*GRWGLDVNQ***TCLRS*SPPTYEYRSP*AHL*E*Q*KRH*QE***K*PCNC
***Q*CL*NTDQPPPKSTKSTLYRRGYGRQQRPRQRQQ*QSQ*RQQPQYCQ*QQR****QK*L*TTPKSIRYAEFKR*RE
T*SSSEPKFYR***HIPDTAKDWSRNQHRS*EHLSSFLSRIGHKWLGKSYPIVTTATTHLFI*IKGNRGSG*RR**M*SI
CVS*LPTGKER*LS*TR*RY*REESEANQCKGSYNE*LFSIFRSR*SLFG*TPTSSKYALCGRTNSGFIQGK*F**IRNQ
RKQSHAPIRNRKKNKTI*STSKLWISVP*AATIATTSTISTTSTSATSVASKTTLSSTIKSTPTTSSLSSKPRSSTKKSK
TKKKVTKSSQKIKSTTLEGIVEEGDEKPVKRKKKKKHGKSSKRIKKDDEFLHYLGEKAFEPAPSIFSFRERMKNDEPEFK
RESLTLHQLSRTLFDDESKKTSPRKKRNPVFEIDSDENDDDSDLSGAQERTKAEEKKKKSAQLAQEIIDVVAEEPKSPDR
SEVENAVQNYLTSLPTIPISIESSESELEEVKEVVEFACAVQIPNSKAKRYKIKTFDAFGKIYDHLEKLSKRSNFELIYT
DKDGVVRAILRHDTPLKLELPTGLILGIRAATAPTSASNDGNDDDVAEVIEKKVKFIVRCADDKMVFQQAETQTFEKAFT
AYASKKGKCLNQMHFEFDGVAVRPTQDTPLSIDLEEDDLIDV                                      
>Contig69788_Abeoforma_whisleri_fr1                                             
HTHTHLH*CISKSLINYIVIHPPLFCLFINQFDAFGKIYDHLEKLSKRSNFELIYTDKDGVVRAILRHDTPLKLELPTGL
ILGIRAATAPTSASNDGNDDDVAEVIEKKVKFIVRCADDKMVFQQAETQTFEKAFTAYASKKGKCLNQMHFEFDGVAVRP
TQDTPLSIDLEEDDLIDV                                                              
>Contig27797_Abeoforma_whisleri_fr3                                             
LFLLLTTTFSK*ILKMDSKDAAGAPAAGGDEKVEHVNLKVIAQDNTEVHFKIKRSTPLRKLMDAYCSRQGLSTNNVRFLF
DGGRIQAENTPNELELEDGDCIDVMQEQTGGAF*FFFFLLILKRKKEERKFGTKIIIITTCAIIIPLNVNGKVKCFPRKI
SKRLKRRYRE**LAKEGQNKKCNLKNHR*FFVVCKLFFFLLELPSLLVYFNYKILDISFSSHNS*YIFSSHPCN*LYTHT
HTYMQSTIYLLISWFFFWSECLTF*MS*S*LYDKNNPFLPFRLRLE*FTFLFCDFIVESALFFY*SEA*SHVHVPFISIS
SLYLFAVFFNLLFFKKYYTLVLFSFDNLPYQITN**TQIKEEKKKHIFLIT*RPKIA**TY*KKKKCASSF         
>Contig352_Abeoforma_whisleri_fr4                                               
VKFRVKNKTKFEKVMVAYCKQRNVEVSSIKFVFDGMHLKASQTIGEIGLENNDTIQTFVSQIGGGGQ*QHYQQQL*GGGQ
*QPYQ                                                                           
>Contig6062_Abeoforma_whisleri_fr4                                              
FKKLMEAYCQRQGMALSNVRFLFDGSRIQPEQTPNELELEDG                                      
>Contig2116_Abeoforma_whisleri_fr6                                              
IC*KSLIIFS*MSNLTQFCSSMCLPYPTNYFLFDGYSIDSQSF*NFMKYFVFPAPPYTYIEVYSCIRFFSLSLPLSLSHL
SLVFCVIHYPSLFIFCNFLILHCIIFTLFFSTTE*IINEMDSENNQNQQNTDFNSSSEHVNIKVRSQDNTEVFFKLKRTT
ALEKLMKAYCMRKGIEMSACKFILNGDRVQKGQTPADLDFEEGDYLEVFQQQEGGC*IGS*LCPLRKK*TPGRGNKTPKK
*VTKGKNILNGINRRLVFENELQFR                                                       
>Contig67101_Pirum_gemmata_fr1                                                  
TAATAATTILPRTAKIEKPPAKTLSKSIISSIVTSKPYSQINTKMSTSNNSKLNHTLDTIIPSGSKPKIKSESPSNNNRN
NTNSSSCKDNSEFIIDLCNDNPNNATPSTSDIKPKIKKASSKEHPDIGTPRSSDVKPKIKKGLSNTGKKRKKHKKHTKKK
SKISLFENEILNYGGALPVEDFSLISYREATKNDETANNPKKRKKISAVTKSKKEGDIDGDISSNDEDSDGDGGINPSIF
DLHFNGTPNRQSRAKRFCKSSAANSGLRNISEAEDSDSEEPEAVDEKEVERKRTLAGLEQGLLDVISMPNDPLSQEDISR
AINRSKFKPTIKNNANLFIEEEKEEVNNELFSCTIKFGEKTLKYKFKMYSVFARVFDDLVKKLPLKDKHIMLKCKNKPSI
LIDRTCTPYECGLSPNSNLLLDIVMVEKEDIQEAEIDSFEEINKTDDKDDVSDDDKEDDSFSKNLLKVVFRLGEAKTNVS
LHPDQTFEKAFNHFAKELGVSVDKVVMTFDGEKISNTTTPEDLDLEEEDLIDVMSK**IIRPSIYLA             
>Contig28201_Pirum_gemmata_fr4                                                  
KKNYIYLSIY*RISYYIYSVTQLTTLKN*KGVCFVTNH*LQLKLFIKKNNKKKKMETKPNTTAGAAAEGGASDGEHIKLK
VMSQDRTEVHFKIKRSTPFKKLMEAYCQRQGMALSNVRFLFDGSRIQPEQTPNELELEDGDSIDVMSQQVGGC*I*KN*K
H*LKLLSSFF*EESEMMSVYFTIIYMCVCIFLWLYIYLLFISWQ*IVVITFYF*PMSIFYSLVIVKTTKMGRC*LWITLA
*CIVFENLKEDNITHDPNQKDLKQRKKTGNGKKNRKMNILSF*FIIIIISFVPWSKLQNL*KLV*KINFGIDFKKQKK  
>Contig29669_Pirum_gemmata_fr5                                                  
KYIILYYYKHVYKLFIKVRECKSQQQKLMNTMLGEEKKVTKPDDESVEIFVGEDDKVVKFRVKNKTKFEKVMVAYCKQRN
VEVSSIKFVFDGMHLKASQTIGEIGLENNDTIQTFVSQIGGGGQ*QHYQQQL*GGGQ*QPYQQQL*FSLKTIIIIII   
>Contig80067_Pirum_gemmata_fr5                                                  
QNIKASFEQFGFIIVTDVNHDLKFALEKKGKQDKHFFETSIQYKKRIPEYTKVSNFKEKIDFSLSITEDNADRNHSDDDD
DDMANSVTAFREMYELGTHVLDSIGYCTKTNIRRVTDNLPFTTTPTSILTSFKYHRYQRKDDLKDAGAPSHIDKGLITIV
FCDVESGLMIKQPKSEEWIDASLYLSRAKNSSCIVFLSATLHEFLMKNSTDHNIPCVEHQVKPSVTERYSIVFRMLGAED
AWLDYSKRTVGQFIEEWNRTHTSINQKNTKSNDLLQNDTEIITSRNAEEFNVLTERKRFFSDSEVIVLRVESLTGAQMDI
ALNKTTSSRFLIFKACQQWGLNYEDVQFIHDGERLDRYCNDTVEEVGLKDGDVINVILPLRGD*IAQ**QKY*RLLLNFT
VTLTIIALKHIHIYR                                                                 
>Contig34853_Pirum_gemmata_fr6                                                  
YLYIIHIIGSFT*NNNMIKINKKLFL**LF*NIYAT**FT*YTHIYSKCLLF*NVNFYFTAKIKMMGADIKTAVPEKKEN
AVEQIKIKIVDVNGGEVQFRIKKTTSFNKVFKMYCSKKSLEENSVRFLFDGERIAPSQTAGQLELEEGDSIDAVATQTGG
*ISDFSSSIMCIQAMTWMTSLYYVYTMCDLTRSRKVAFPFII*YNTIFGNIGRYERDNGVHITHLFNFKYGTISNEKMNA
SLVDLFDMYKKMFFM*LCRRPSLLFTF*LSPVFFCCCIIVFLKQ*YFTHLNSEVFYIIFSKPVMLVLC*LCAILRKWEFF
LCSLR*A*VDS*YFGFCQYIALVINYYIWGIFVLGAVKLLVTRLL*WCNVWFGL*CLS                      



>Apar_comp11665_c0_seq1_fr4                                                     
HEASEFTTSARVFFLENREEKFEFASAS*CNGTQHLPP*ATHGLSDGLKRLADLQFAVGISCDFDVMLYVLCFYESIYTY
KQIKLCCVDDRPTLQ*HLCFLRPSACNT*EASLACTSLKMAPHGNNANPEPKKKKIDLFRKRDAPGLPNIAAYNPPPRHA
KQPRLEKPPRGRIPEYSTSEQSESEDEDVLYEGLPKNKKPRLSRKSGEPKSSIDDLLLMEEDSQENQPEPEPKRPRLSCR
EQQVNVNPNDVEREMLSLVGHIPRQPLRQTLSVDVGEEKDVSEIVHIDVKDPVTDKHWVYKLKRFDIFNKIFYVHTKNHP
EWEDMQLSFNNRPVLPFHTPHSLCGDEGEKLTLEITHEQREPEPEEEDDVVLVEEPITRRASSEPDNEGGLEMFLKLRFS
DKDAIQVKVRKDKALRYMAKAVCKTRGLSMAQVKICFDSEVLDLEQTPQDLDMENDDCLEVHVA*EIGKRVA*KEKGLVV
IVVIIGVGCVCVCL                                                                  
>Apar_comp11665_c0_seq2_fr4                                                     
Y*PCHCVQLVLTVLLCAEITHEQREPEPEEEDDVVLVEEPITRRASSEPDNEGGLEMFLKLRFSDKDAIQVKVRKDKALR
YMAKAVCKTRGLSMAQVKICFDSEVLDLEQTPQDLDMENDDCLEVHVA*EIGKRVA*KEKGLVVIVVIIGVGCVCVCL  
>Apar_comp12130_c0_seq1_fr4                                                     
PCSLERVHVSRSARFCET*KAEK*TCAPNASLK**G**SDYKFRKESIKVQNERSVFFCTPLEMAAENEDKKEKLQVTVI
VARDDHRVKFKLRPDAKFQKMMNVYCEKFSLDPKEMRFLYDSVRIKGDTTPADHNMDPSEEHEICVMQEQTGGGCACH*F
LFFSFPVYYGPGFQCDTVMMCACYAISKEFWVWLIRTVYTGIGIKLGVHGTFIFAPRFYYHVLHSEHCGLYLRGFWAGNS
VFFVSLWCLWFRT*RFARDYPRCCGHDRLILKIGMVVYLQFFFF*FNDIVCCKLSRGYEGICQTVSHNIGGRKCHDQGTR
MSSLSASVLKYTFMCVFSRVARIRSCCVL*YTFCRNHILSVPLSLPLSVKGCSFLCIQ*FALWIHVLALSILIGLVYVFL
TYYTCTPRAVHISDHGNNIVIK*IQCLYIYVNNYINTCT*PRN*L*HVHIDI*LAVYHVSILPICAQLTG*VGRALRVQL
SRSKFKASKSATAPWLS                                                               
>Apar_comp24039_c1_seq6_fr4                                                     
LCQTRREERRESFASPLHVTFFFGRRIMICIFSSFFQNNY*YWELFYAHNVKMAEENKMKNEGEHINLKVAGQDGTEVHF
KIKRSTPLRKLMEAYCQRSGLRLTDVRFVSPEGQRIQPEQTPVELELEDGDSIDVMHQQTGGC*RKTLFCSLSHF*CI**
PERRMRMAKPRKETKSIGTL*VKRYA*TLFRFFGRCLGFATQRYDSPLCPIFIIWFFCCRDLESGAGYDVCLFRHIIL*Q
HMRVTRTVCISVCIKSNTATHSNKVLCAESIVCCHWQESPPPTQVQLMLLSELERRIYAG*GVETQTQLMTWALPEDGLC
L*RILCAWLMLHT*MFAFACVLHHASRRVCVLRTVFRIQTPPTHITTTTTLTPFLHAHKYAQTHTHTH            
>Apar_comp24039_c1_seq7_fr4                                                     
LCQTRREERRESFASPLHVTFFFGRRIMICIFSSFFQNNY*YWELFYAHNVKMAEENKMKNEGEHINLKVAGQDGTEVHF
KIKRSTPLRKLMEAYCQRSGLRLTDVRFVSPEGQRIQPEQTPVELELEDGDSIDVMHQQTGGC*RKTLFCSLSHF*CI**
PERRMRMAKPRKETKSIGTL*VKRYA*TLFRFFGRCLGFATQRYDSPLCPIFIIWFFCCRDLESGAGYDVCLFRHIIL*Q
HMRVTRTVCISVCIKSNTATHSNKVLCAESIVCCHWQESPPPTQVQLMLLSELERRIYAG*GVETQTQLMTWALPEDGLC
L*RILCAWLMLHT*MFAFACVLRVCVLRTVFRIQTP                                            
>Apar_comp65290_c0_seq1_fr4                                                     
ACCSRAGVGISVVRFMFDGSRVREDMTAEQLEMEDGDEIGVMAEQVGGQ*ARTRSPRGRRRAVSCGCPPRPGAQTQALVP
PPA**RMTIHK                                                                     
>Apar_comp269167_c0_seq1_fr6                                                    
HKIAKAYADKKNIDLAGLRFQVDGERVELQSEQTVGELELEDGDTADVEINQVGGARAR*RGFRR*QMCSFCSFASSVWN
TVGLWFA*KKK                                                                     
>Contig891_Corallo_2_fr3                                                        
NLVKSLGVD*EQ*ETMSGEGKPVGINKCAKSMQG*LIGTGLLTEYAVDCCQM*I*R*QETSGDTKEQTINLRVKSNDGAS
VHFRVKRSTQLKKLMTAYCERQGMSLNTVRFLYDGERVQNEDTPNSVSIFNVNHDSTPFLAV*LTGVDDMFSSFSKVANG
R**DY*GVPGAGWRRFSTNTLVICKRKPRKYYMRQLSSFMHTDTTMELSTVTTINECSLTLND*TWECLLATDEMTGQRH
HERSINSAATSHVPVLTTAKQICCRPSDYSCVRGHVLSSLGLCEVECHLTKVHQTMRPIILRGDTRMEDTAAYQQIATIR
ERLP*ANHGHTNRKLIWSGVVTLHYDLVVLDSRAELFRKLMNDITVPVLTRERNDLLHLRKGLPAETHNTDTSRPAACLL
GFVRAHIDTNTDTILSVRVPVVAVLSVLGHDLSLEGFSSVVDDRIQLSWTSCVEVELRLHISLMLVDLQRQHVGCGQEIF
RSHESFMCMVDQEFDHLNIGGYSLGNGFMITI*HPGSDRDVGIGVTDEVPQAFFCPLHSSTERLRNLFPPA*SRRA*NFG
VMGHVGQ*QWAPAHSKIVSVHTIVGSFGYVMQVTHEDFEGITRFLGNHEV*TLHHLQLAIDIRQIHCRTIQRTELPTN*G
TLHVPNIGLQSTSNVVDHDGVIIITAVDFLKALFHLHGTIQGTLHTIQSLCRSILSDKLETGGNARGERADVRYGWELQS
ICNRLLLSLYVCDIGKVCVEHFLQGLARNGNGAFL*DREAPLLYVHLDPVLCKHCHHSQATESATEGEFLHSQIPDGLLL
EGGIQPTHPAFQVEKAR*VGSGQRRVHPNVDRSSSVCGIFPVGRQNQWLLERPALSANHDVFNSFHFRGVIYSPFPQISK
AAANFL*VPVWHLRVILHKVIECPFFSIHCHPDILREASFNQKDDMAIHKAKLWVQVSNAIPS**RPTCFMA*IPDRSL*
V*NIRKAISLFR*VLCTVCN**IR**PGL*TSQRHL*IFQIMCNRRGTS*AIFVICI*WVSAQG*RQPGAVG*YDVHDVF
YLRGTHIFRFLC*MQSLCF                                                             
>Contig892_Corallo_2_fr3                                                        
NLVKSLGVD*EQ*ETMSGEGKPVGINKCAKSMQG*LIGTGLLTEYAVDCCQM*I*R*QETSGDTKEQTINLRVKSNDGAS
VHFRVKRSTQLKKLMTAYCERQGMSLNTVRFLYDGERVQNEDTPNSLQMDDDEIIEVFQEQVGGGFRQTL**FAKGNPEN
ITCDSCHRLCIQIPQWNYLQ*LL*TNVH*L*TIEPGNVYSPQMK*RANGTMNAASIPLPHRMYQSLPRPSKSAVDRAITV
VYEGMSSVAWVSVRWNVISPRFTKRCGRSYCEGTRGWRTPRHTNK*LPSESVFHERIMAIRTGS*SGAAL*LFITIS*YL
IPGQSSSENS*MTLRSQSSRGSAMIFFISERVFPRKRTTLIPVGQRPAFLDLLGLTSTPTRTPY*VYGCQL*LCFLSLVM
ISLSKVSVALLMTAFS*VGPAVLRLSFVFTSVSCSLIFNDSMLGADKKSSGVMKASCAWSIKNLITSTLAVTVLAMAS*S
PSDILGVIGTSALESPMRSLRLSFVLFIRVRNDSVIFFLLPEVDERETSV*WGMLASNNGLQHTARL*VSIRLLGVSAT*
CK*HMRISRASRDSSGIMKFRRCIICSLL*ISGRFIAARYRGLSCRLIRGRFMCRT*DFKALATSWTMTGSSSSLPSISS
RLCFTFTVPSRVPFTRYSPSAEAFSATNLRREVMPGGNGPMSAMGGNCSPYATACSSVCTSVTSGRFVLSISFKDLHAMG



MVPFCETVKRLFFTSTWIPYFANIATIVKQLRVRPRANSFIVKFLMAFCLRGVSNPLTRRSKWKKLDE*GVDNVEFTRM*
IEVPPSVEYSQLGDRINGSWSGQRSVLIMMCSILSISVGLFTLRSHKYPRLRRTSCRSRSGT*G*SCTKSSNVHSFPFIA
IQTY*GKPASIRKTIWPYTRLSSGCRSPMQFPVNDAQLASWLKSLTDLFEFKTSEKRFPSLGESFVRFAIDKSGNDLAFR
PAKGTCRYSRSCAIEGGLVEPSSLSVSDGFLRKAEGSLGPLGDMTSMTCSIYVAHIFFVFCAKCSPYAF           
>Contig893_Corallo_2_fr3                                                        
NLVKSLGVD*EQ*ETMSGEGKPETSGDTKEQTINLRVKSNDGASVHFRVKRSTQLKKLMTAYCERQGMSLNTVRFLYDGE
RVQNEDTPNSVSIFNVNHDSTPFLAV*LTGVDDMFSSFSKVANGR**DY*GVPGAGWRRFSTNTLVICKRKPRKYYMRQL
SSFMHTDTTMELSTVTTINECSLTLND*TWECLLATDEMTGQRHHERSINSAATSHVPVLTTAKQICCRPSDYSCVRGHV
LSSLGLCEVECHLTKVHQTMRPIILRGDTRMEDTAAYQQIATIRERLP*ANHGHTNRKLIWSGVVTLHYDLVVLDSRAEL
FRKLMNDITVPVLTRERNDLLHLRKGLPAETHNTDTSRPAACLLGFVRAHIDTNTDTILSVRVPVVAVLSVLGHDLSLEG
FSSVVDDRIQLSWTSCVEVELRLHISLMLVDLQRQHVGCGQEIFRSHESFMCMVDQEFDHLNIGGYSLGNGFMITI*HPG
SDRDVGIGVTDEVPQAFFCPLHSSTERLRNLFPPA*SRRA*NFGVMGHVGQ*QWAPAHSKIVSVHTIVGSFGYVMQVTHE
DFEGITRFLGNHEV*TLHHLQLAIDIRQIHCRTIQRTELPTN*GTLHVPNIGLQSTSNVVDHDGVIIITAVDFLKALFHL
HGTIQGTLHTIQSLCRSILSDKLETGGNARGERADVRYGWELQSICNRLLLSLYVCDIGKVCVEHFLQGLARNGNGAFL*
DREAPLLYVHLDPVLCKHCHHSQATESATEGEFLHSQIPDGLLLEGGIQPTHPAFQVEKAR*VGSGQRRVHPNVDRSSSV
CGIFPVGRQNQWLLERPALSANHDVFNSFHFRGVIYSPFPQISKAAANFL*VPVWHLRVILHKVIECPFFSIHCHPDILR
EASFNQKDDMAIHKAKLWVQVSNAIPS**RPTCFMA*IPDRSL*V*NIRKAISLFR*VLCTVCN**IR**PGL*TSQRHL
*IFQIMCNRRGTS*AIFVICI*WVSAQG*RQPGAVG*YDVHDVFYLRGTHIFRFLC*MQSLCF                 
>Contig894_Corallo_2_fr3                                                        
NLVKSLGVD*EQ*ETMSGEGKPETSGDTKEQTINLRVKSNDGASVHFRVKRSTQLKKLMTAYCERQGMSLNTVRFLYDGE
RVQNEDTPNSLQMDDDEIIEVFQEQVGGGFRQTL**FAKGNPENITCDSCHRLCIQIPQWNYLQ*LL*TNVH*L*TIEPG
NVYSPQMK*RANGTMNAASIPLPHRMYQSLPRPSKSAVDRAITVVYEGMSSVAWVSVRWNVISPRFTKRCGRSYCEGTRG
WRTPRHTNK*LPSESVFHERIMAIRTGS*SGAAL*LFITIS*YLIPGQSSSENS*MTLRSQSSRGSAMIFFISERVFPRK
RTTLIPVGQRPAFLDLLGLTSTPTRTPY*VYGCQL*LCFLSLVMISLSKVSVALLMTAFS*VGPAVLRLSFVFTSVSCSL
IFNDSMLGADKKSSGVMKASCAWSIKNLITSTLAVTVLAMAS*SPSDILGVIGTSALESPMRSLRLSFVLFIRVRNDSVI
FFLLPEVDERETSV*WGMLASNNGLQHTARL*VSIRLLGVSAT*CK*HMRISRASRDSSGIMKFRRCIICSLL*ISGRFI
AARYRGLSCRLIRGRFMCRT*DFKALATSWTMTGSSSSLPSISSRLCFTFTVPSRVPFTRYSPSAEAFSATNLRREVMPG
GNGPMSAMGGNCSPYATACSSVCTSVTSGRFVLSISFKDLHAMGMVPFCETVKRLFFTSTWIPYFANIATIVKQLRVRPR
ANSFIVKFLMAFCLRGVSNPLTRRSKWKKLDE*GVDNVEFTRM*IEVPPSVEYSQLGDRINGSWSGQRSVLIMMCSILSI
SVGLFTLRSHKYPRLRRTSCRSRSGT*G*SCTKSSNVHSFPFIAIQTY*GKPASIRKTIWPYTRLSSGCRSPMQFPVNDA
QLASWLKSLTDLFEFKTSEKRFPSLGESFVRFAIDKSGNDLAFRPAKGTCRYSRSCAIEGGLVEPSSLSVSDGFLRKAEG
SLGPLGDMTSMTCSIYVAHIFFVFCAKCSPYAF                                               
>Spom_NP_596035_1                                                               
MSESPSANISDADKSAITPTTGDTSQQDVKPSTEHINLKVVGQDNNEVFFKIKKTTEFSKLMKIYCARQGKSMNSLRFLV
DGERIRPDQTPAELDMEDGDQIEAVLEQLGGCTHLCL                                           
>Spom_NP_595995_1                                                               
MDNLDEDDLAFFSKPIKKPPLNYAKQLIASSSDSEEESELDTNKQALEHINAQKNITHNENKSAEPLSRQSTILDADEGN
QDVSDTTPNACLNEGRHSPKSAISCVTQPVSPVYNTRAAANLRNNSINSEAALSTTSSLLDDDFARRLEEIDRQVQEFEK
SSSDMDVQIHTHKREIEEDDDNTSADVPLLKHSKSDHSTLYHSKSEFSTNEPVISVVLQLAVIGQRIPNSNISLPRDWEA
PLFFKVKSNQQFRRVRIAYSERKKVDNVVLVFQNQRLWDYGTPKGAGMLKVDTRLVVHAYCHSDFISLKRIKELEVEKLS
SVTEDSTAQTCKLITLLLRSSKSEDLRLSIPVDFTVKDLIKRYCTEVKISFHERIRLEFEGEWLDPNDQVQSTELEDEDQ
VSVVLD                                                                          
>Tmel_XP_002837414                                                              
MSTDAPNDPKPEETASEHLNIKVTDGNNEVFFKIKRTTQLKKLMDAFCDRQGKAPNSVRFLFDGTRVQGGDSPESLDMQD
GDTLEVHQEQIGGGSSF                                                               
>Ncra_7045NCU07957                                                              
MDTATDVPKKRRALPFKRTVARTPANEPPPSHAPEHNSDQDDPLALFRRSKDVFPMVLEDLQRASSEEKVKPSESPKEGH
VNKKRRVSSNVEGDNEAPLGASSSSVSALSRTSASRVDSDDDDLIMDVKGKGKEIVRPDKARVPTPRKPLSTTPRKSGTP
SKKRFAFSDDEDDHGKDDLYSPHSKRRNPDRFSPKPTALGRSTRATQRGRSPLEGVETSFNLPGASSTSKRKPFQPAALD
SDNDSDLEVSEVRPKKRSASFSSSPPPAPSATDPDHEATIVADKADDDDDFAKWVTKAAALEADQANWTIDVLVTSRMPH
TKPLTARRRMKQGLKLILDTWIRQQVLHGCEIPEDMVGKLFLTFKGNRIYGNSTIASLGVKVDANGVLQLPPGAMTSREA
MEGYVIQGGKIGLVLEVWHEEFYEEELTKEKRRRERELGLIDDDDDEDQQSGTGVSGANGWSRGGSEAAEVKKTKIKVVL
KAKDLQPLKIAVYEDTPVSTMVQVFRKQRDIKPEQTVVIQFDGEELNENMLVGAMDIERDETNQFEVYIK          
>Ncra_8701NCU09813                                                              
MADNAENGSGNAGSDAAAPAVEHLNIKVTDNNNEVFFKIKRSTKLEKLMTAFCERQGKTLASVRFLFEGQRVQPTDTPDT
LEMQDGDCLEVHQEQVGGW                                                             
>Scer_SCRT_00033                                                                
MSDSEVNQEAKPEVKPEVKPETHINLKVSDGSSEIFFKIKKTTPLRRLMEAFAKRQGKEMDSLRFLYDGIRIQADQTPED
LDMEDNDIIEAHREQIGGATY*                                                          
>Scer_SCRT_00170                                                                
MTGDSRSISEPSINLDPDNTSFSDENSDDFFMDNSYDIDEIDHSDESNRQSVIVDSKVTVPPSKHSTLTLSDSEDSDAKE
QHQSLSRSSSKNVNIEDITEPKPDKPSGRTRGRSVMKESVVEINSSESDLDEDKNFPRSRSRSRSSIRSISPAGKYKRQK



SSLLYTYDENDDFFKELAKEAKKSTTISKESTPDQRKRVYNIKFLSKLEGTINKAVQVKVLGKYEFSKILPAALDGLMKS
YKIPKVMKDIYKVENVTLYWNNAKLLTFMTCNSLHIPQDFENEVSDIDVTIVSKEYEKNFEATLESKLKEEEAALLIKER
QEMERKLEKKRNEQEESEYREFESELKNVEETQEIKENDTVMNTKLLQEGGSLSGNSSSMEEVMRIALMGQDNKKIYVHV
RRSTPFSKIAEYYRIQKQLPQKTRVKLLFDHDELDMNECIADQDMEDEDMVDVIID*                       
>Cneo_XP_569329                                                                 
MSERGSNPPEEKPKAEEPAADPNTLNIKITNTNNEEVFFKIKRTTKLNKLKSAYADRVGTDVASIRLLFDGHRILDHQTA
NDLDLEDGDAIEVQLEQVGGY                                                           
>Cneo_XP_566605                                                                 
MPDSDSDSSTDFFISKRKPNLKATNSEEDPEGSGRKKKKRLNSRKPQSKLPEWARQTNEQRRERKRSSVARASTETRDRE
RSTSLFTTTAAEDGGGKKKERRRVELTPPPVISEKKNQELRELVQRMYGGGSALDLLDDDDLEPQAISPVASSPQKEEVV
DIVVKMELDPVKKANAPAAAVRMYERPTTLKLRREETMFRALEVMGDKLQRAPDDIILIYEGKRVYSRDTARQLGILGGS
SVEMKGYEKSYWDRLEAERLRRIENFDLDFDRSPSPQLIPQAHAEVSAASKSKSQPQSVGASQLYAGLAPLVVEPPSNPY
TQNLARANSDSPAVAEDSIKLVVRGADGKEARMKVAKTVTAHTVLRFYCKKIDRPKDDANKMELVFDGETMGKDMTVGDM
DCEDGDMLEVRIL                                                                   
>Cneo_XP_566604                                                                 
MPDSDSDSSTDFFISKRKPNLKATTPPPIRSPSPAPSDSEEDPEGSGRKKKKRLNSRKPQSKLPEWARQTNEQRRERKRS
SVARASTETRDRERSTSLFTTTAAEDGGGKKKERRRVELTPPPVISEKKNQELRELVQRMYGGGSALDLLDDDDLEPQAI
SPVASSPQKEEVVDIVVKMELDPVKKANAPAAAVRMYERPTTLKLRREETMFRALEVMGDKLQRAPDDIILIYEGKRVYS
RDTARQLGILGGSSVEMKGYEKSYWDRLEAERLRRIENFDLDFDRSPSPQLIPQAHAEVSAASKSKSQPQSVGASQLYAG
LAPLVVEPPSNPYTQNLARANSDSPAVAEDSIKLVVRGADGKEARMKVAKTVTAHTVLRFYCKKIDRPKDDANKMELVFD
GETMGKDMTVGDMDCEDGDMLEVRIL                                                      
>Ccin_CC1G_04810                                                                
MSDEEQNNATQEVKTEDANAPINVKVVSASGEEVFFKIKRSTKLSKLQGAYASKVGKDVNSIRFLYDGSRIQEDDTPASL
DMEDNDTIDVMVEQVGGARP*                                                           
>Ccin_CC1G_11706                                                                
MAETSAPRPRPRPRPRPVQKSSNNAASAPGPSTSSATSAGPSSSSVPQTSRNAEDDDIDAMFTKNRNRTAKAWTKLDLVR
KDDPEDDHSGDDSDENISPGSRKRGRKKSASLPKPRWQQDPNYLRETLSEGPVIDLGSDSDLEILGDQTPTAASRRESKR
AKRSRSRSVTPPPQLPLQQIENVRNVVMKAISEKDRKSNYVTFDDDYGLDEGDESPVELDPELQRIAQQVQREISSTPAP
GASSDFPGRAASVRPEDREDEEVLIRVKWHNHPLSEQADDNIIWEYKQNRSDDFHDLWEAIADDAGKRADALIVCYDGKR
VFSSMKPSNLKIWGSGDFDAYEDKTYEYIRENNASALASLIQSAESQRQGSGSRAGSQAVVELSDSDDDTMPAPPRAATS
QATYNHYSQPQTTQVAAVASQSDAEDDTFKLTLRSKHKEVTVTVRPSTKCGNIVKAYLKKAKLEAMAAGKDPRLSVDGDK
LDNDSPISDADLEDGDLVEVVGL*                                                        
>Ccin_CC1G_15791                                                                
MSQEPEEDVKPKLNLNISYEGSTITVKVKSNMRFAKIFEVVEKKFGKEPGTFKFVVDGQRVNKDDTPAGLGMEDGDQVDA
FLTQVGGGAYLCSQ*                                                                 
>Umay_XP_756629                                                                 
MDDDDDVDFFLRKPLASKSKPKPKAKALISVASSSSSNAAKTSSGNAHARLSVAASCSSDCAALAPELIEISDDEGSTEV
VQIDLIEGEDEDEDGELAVLYSSEVSIDSDDSDADQRRTKRRRSKKKRIHTLPAWASHGVYRQRSQEACSSSASADAADA
ADVDTRPESINKHVSCTQTASKALQTQTQPDTNTRARRESLTPPPAPSAEKLEMARELVNRTIASKFGTSASSATAGAAA
TTSWSSTGLSSNSGLASRCRIPTAGPTDATIPAYGQPHLAADPSSGLSAGASRRDCDDEVGVNEQIDWDPDLARLMRGEK
AKHIREKARRLQQERDQRRRQLQAERQRSESQSAQSAAETWAQFARTQSAPQQPTMTSATRHDVIDSDDEVEFIARPPKR
NAASRRRARSSVPTTIAPSTNIDTIIIDDSDDDPTPSNPTMARTNTSHRTSASPPACNPTETLSLTLQSKLGSMAVTVTP
TTLLSRIIEHFHHTKLTNHASVHPHAIKISFDGFAYTPNQTVQDMDVEDGDQIELSWS                      
>Umay_XP_762010                                                                 
MAESDNAQPKPEGGEQLNIKVKDADGNEVFFKVKRTTKLSKLKKAYAERMGKPENSVRFIFDGQRIGDNDTAETLGMEDQ
DEIDAMIEQLGGC                                                                   
>Mver_MVEG_01835                                                                
MADSDEEPVVPRRPQPKPKPRSRRMGAKNADSMGSPNRTPSSSNSNSTNDLSTSPTQHSRIRVIEDDFFSKAKSYRPFRR
EVPQPEFEEGLEPLEKEEVLDAVSSSRELPTFDFEEEEEEIRQTARAKAKADTELKRKRELSLTPPPEAPVIHYKPTYDT
HKPLPQLSKYDTIDLDDDDDDVQELDPELVSIAQKLSKRSGLTRNASDDAMISPTLQPNSFFSSSSQPGSGLQSPNPMFS
PPSQEHSGPQETATPVESTPVIDINIMIRKIRDPRLVVPPDMEQVMRAIEAPIKFIIKSDQAFRMSMELYCRQKHTQLAE
VVFALRGNRLLPSSTPQTVDCPRIAVVDVYEADAFKYYKEQEKLQEAQRLAQMEMELAQLQRQQEIEKKREEEASAKALE
QASGANDEGDDEEEEEVEEEFLFIKLRGLDTQDEKLKVKKSTTVEAVLKHYRKLKKLDADTLVTLSWDDEDLDPASTIGD
TDVEDGDMLTVRIG*                                                                 
>Mver_MVEG_05525                                                                
MSDTPEKKPEVSAEHINLKVVGSDQTEVFFKIKRSTQLKKLMEAYCERQGKSVTSVRFLYDGERIQATNTPNELEMEDGD
SIDVMVEQIGGSF*                                                                  
>Pbla_Phybl2_180932                                                             
MRDFDIASFRDRPLKLKKKKKQKTNPGVKKRVKDSFVDYLEKSLDSESDKSSSEDDNERIRKDASRAQVASSSSPELRKE
SFENIQQDSQSSLERFKQNEDISQQVQSTPDTEGIMLLSDEEASEPTQMTVQSSPYSRSQSQSQSQSQSQSQSQSQSQLQ
LQLQLQLQSLLQSQSQSQSQSQSQTQLESQTSLPQTPTNDKNDIKSQTEYTDDLDDLDPELARIAQSTDISLAEINNKSV
EQKEEQKLRPQKIRIKIQYINTAKSTDDAAKGLVQMLQKPVRFVIMENDKFETLFRHFCKRKFLKQEDLILTHKNVHVLL



FATPASLGMSSNVENTLEVYTRAGYDEKLKQDREKRLENQKKAGPLLNEDFFNGYRAQAEPKEDESDQGKMLLTLRDKEN
VDISLRVKQTTQIKAIIHQYCHIRGFGPEIESKVRLSFDDETLDPNTIVKDHELEDDDMLSVRITVSEVALITQLQIVG*
>Pbla_Phybl2_159006                                                             
MADAGKPEKKEGAAVNEHINLKVVGSDKSEVFFKIKRATPLKKLMDAYLDRQGKAPGSVRFLYDGSRVLPENTPEQLDMD
DGDCIDVWVEQLGGCL*                                                               
>Mcir_Mucci2_139317                                                             
MSELATTEKVEKKEGAVEHINLKVVGSDANEVFFKIKRSTQLRKLMDAYCERQGKQPGSVRFLYDGTRVMPGDTPNDLDM
DDGDSIDVMVEQIGGC*                                                               
>Mcir_Mucci2_165842                                                             
MSDFDIAKTQTGPSFLESLKRRKAFGLVESDEEDVIPSKAAKEKKHKKRKKGKESSKSASDDEQDTAKRSASKTASRSPS
PPPNTQSNVNPYLASAIELDNISFTPQPKPTTPAAPPPLARSTQSSDNVINLSDEDDDADKDDNDVGIDDLDPELAALAH
AAASGSSAQPEKIVIKIQYTHNYDLSESKMAKMIRFFEKPIKFKVMDNTQFRVLLTNFCATKKYLKMEDVYLTYNDDVVF
LSGTPASVGMNSIGTHKMEIYPKVCYDKMMADKEEQRQKERMRHLNGIENEDDLYSEGDSIANAAGSSETPADATNEPEE
ERVRLSLRTADSKKMPFRVKPTTTLQELVNAFRQRAGISGSVQLSFEGETMDLSQTIEETDLEDEDIVEVVITE*     
>Rory_2364                                                                      
MSDEKQEKKEGTSSNEHINIKVVGSDKNEVFFKIKRSTQLRKLMDAYCERQGKAPGSVRFLYDGTRVLNHNTPNELDMDD
GDTIDVMVEQIGGY*                                                                 
>Rory_11058                                                                     
MPDEKQEKKNNTTSSEHINLKVVGSDKNEVFFKIKRTTQLRKLMDAYCERQGKAPGSVRFLYDGTRVQNHNTPNELDMDD
GDSIDVMVEQIGGYC*                                                                
>Rory_16656                                                                     
MLGLDDSDSSEDEDLDHQKRHKKHIHEDPERKPVILEDNIVNQSTSQQSQLPTETKDPSTLQQQKSLMISLPQQPQPQPQ
HISIDIEDSTSQLKVESHTLSQSNTLNTATPSIEASNKQEPPILLVSDEESEQEIEPIPDTDIEDLDPDLAAFLKESNET
AIEPQKITIKLQYVVPKQSDEQFDKILTIFCNHKKLKKSEVILSYKEDKVFLRGTPAGVGMIGPETYVMNIYPTHAWEEK
LRIEEEKKYEIRSKLNGPEEKAPEMTNVPPEEENKMIIKLRGNDKKEISVRVKPSTLLSAVTEIYKKITKIAGDVQLYFE
GEPMDLNLTIADTELEDEDLLEVGIKNE*                                                   
>Amac_AMAG_00442                                                                
MPTAISIPNVPGVVVSVAAIPVLVQALQTLQAFQAVQILQMQESMQTTSQTLQALQAAHVASSNNTFSAVVPQATPSPSP
SPDVKPGANTKLLITMRNKRQGTSIDFHVSSTLKFEKIAQAYAQLEEIDVSLHAFQFAVGGNQIDRTKRVGELGLVHGAI
VDVNLVDRLPAGFVQ*                                                                
>Amac_AMAG_00446                                                                
MADDRKPDVKPAAGGAVQQVTLKLRDPQGNEIEFKVKSTTKFHKIAKAYADKKNIDLAGLRFQVDGERVDLLSEQTVSEL
DLEDGDIVDVEINQVGGGPAPL*                                                         
>Amac_AMAG_00447                                                                
MADQKPDVKPAAGGTVQQVSLKLRDQQNNEIEFKVKSTTKFQKIAKAYADKKGVDVNSLRFNLDGDRVDIQSEQTVADLG
LEDGDSIDVTTFQVGGQAL*                                                            
>Amac_AMAG_01964                                                                
MADDRKPDVKPAAGGAVQQVTLKLRDPQGNEIEFKAKSTTWFHKIAKAYADKKNIDLAGLRFQVDGERVELQSEQTVGEL
ELEDGDTADVEINQVGGARAR*                                                          
>Amac_AMAG_01965                                                                
MTDQKPDVKPAAGGTVQQVSLKLRDQQNNEIEFKVKSTTKFQKIAKAYADKKGVEVNSLRFNLDGDRIDIQSEQTVADLG
LEDGDSIDVTTFQVGGRAL*                                                            
>Amac_AMAG_04439                                                                
MSDMKSASPAPGPAAGGPTQITLKLRDLDSDPGDDLEVRMRSSTKFIRLARTFATRQNRELSELRFMFKGRRILPTSEAP
VGDLGMVDGDTIEVSPKVMIGG*                                                         
>Amac_AMAG_11075                                                                
MESISLLDSSDDEIQQPAAAADPAGPRTIKSYSLLDSDDDDGLAPLLPVEAAPKPPVEAAAPAPGSRPGTPPSTTTAAKR
SFSQANTPPSKAATPSLPLAGPAPSPSPARKRPRTSPRKSSAPPVASTPTSQDPAGSDSAVSRGASDDFGLGDGDDDDFL
GPIVERKPRRRPKRARPPPVATEVVDLDDIFDQSDVVKAAPQAPTGKSQVSLGPSHLFMGHELASVEAPSDDDLDANDVA
PPPIAGLDALLPPEPEMPKSQVHREVTPPPDSPIRQAPVYSAKLMAMGFRPSLVRHNSSGDNTRAATPITEPATAPVEGK
RVTIELTPILAIDRVHATRGAPQSYDMVDSDLFQTLATQFAAAMRVDARDVVLLYKDAKVSYFSTPRTMNFRGFVTMDAV
PNAQLYEAYKQWLVEKRRRPTMETPPVPGPAAPAGPTAAILSQPSEEAPVSGTPPAEGEKIKLKIRDKEGRELKVQIGTS
RPLQVLVNAFRNKFDVSDTARFVLQDPDGEPLDLESTPEDADLCDDDMLTIKITG*                        
>Amac_AMAG_11692                                                                
MESISLLDSSDDELQQPAAAAAAPAGPRTIESFSLLDSNDDDDDDDLAPPLLPIEAAPRPPVEAATAPASGSRPGTPPST
TAGSKRSFSLADTPPSKPITPGLPLAEPAPSPSPARKRPRTSPRTSPRTSPRKSSTPPVGSMPPSQDPSDSALSRGASDD
FGGLGFDGDDDDDFLGPIVERKPRRRPKRARPPPATTEVVDLDDIFDQSEVVKAAPQATTGKPQVTLGPSHLFMGHELAS
VEPPSDDDLDANDVAPPPIAGLDALLPPEPEAPEPQVHREVTPPPDSPTRQAPVYSAKLMAMGFRPSLVRHNSSGENTRA
ATPVAEPATAPVEGKRVTIELTPILAIDRANVTRGAPQTYDVLDSDLFQTPATQFAAAMRVDARDVVLLYKDAKVSTFST
PKTMNFRGFVAMDVVPNAQLYEAYKQWLVEKRRRPTMETPPIPGPAAPAVAPAMSQPNEEPNASGTPPAEGEKIKLKIRD
KDGRELKVQISTSRPLQALVDAFRNKFNVPDTARCVLQDPDGEPLDLDSTPNGADLCNDDMLTLKITG*           
>Bden_Batde5_90152                                                              



MTAGGSASDVPEDKKAAAPTDQHINVKVMAPDQGEVFFKIKRSTPLLKLMNAYCERQGKQRGTIRFMYDGNRVEEHATPD
QLDMDDGDVIDAMVEQLGGC                                                            
>Spun_SPPG_00230                                                                
MHDRKRRKCTSSVPLENFTETVISDSDDDTSHCQTKQRLQPAARRPPTGPKRSVPSRSSSEKDFTSFFDMDGETTLGSIE
TKMATKATRQASRSPTPTDDDPEALWRGIPQRRNRSLGSRVDMSSKHQKKQIQVDVTSPIVESNLSSICVSEKQTAVDEI
TTASDREPSLTPPPQLPHQDSNVLNTMSQMLEKISEQLQPTYLPEEPQISTTILDPVLQTLDTGVSPEGGDQVITVKVKY
KPWPVRDGCPKPLAYKLLMSFEVMMRVTCTKWNVSDMREMIFVYQGTPLFPRGTPASVKMHGKPIIEAYIRNEYEALRRA
QDSEQKPVHEDQNVGDVEMEGNPCNELILLKMQDATEITKIKAKKGATVEALIAAYQKLRNISHGTRRLMLDGEVLDSSM
RLEELGLEDGDLLEVR*                                                               
>Spun_SPPG_02478                                                                
MVNLNSHPPEQAPRTLTEFDTMTSPRSRRSIRDIYIPRPQDGTSSSSDSEEETDLQDIGRIRQRFLHTDDRSAFERTVLS
RTSRRRTNGTLADQGNESERSDVTRRWTVDPWRNPSERSANENRQNLRRRAVVRGALSHVRRQPYDEETTRFAAQLARNL
SYASFQRAEMTANGTDTSTNAESSSETSSSEESAPLPPLAPIPITADANSITIHADMTPEPTVSRIMDPLSPYVRIVVLP
PDNSTDPIPFKIRRTTPLERLMDVYCRRTGRSALWSEFMFGDARLLGKQTPEELGVEKAAVIRYVELGERVGR*      
>Ecun_NP_585994                                                                 
MGSSDSGSEFRTNENTLRGAISKKVPLRLVDQDGTTLVFNVKLSTTFKKILDAFSRNVGKNSSEFRILFNGKNIDLGKTP
GDFGFEGNEELEVVTSQVGG                                                            
>Npar_EIJ87251                                                                  
MHIQEVKEKDPKPTVQLKISDQSKKTYSFVMKRKTKLSKLFKEYTDRSHLDSHKLRFTHNGITVSGEETADSLGLKNDDV
LEVFSSQVGG                                                                      
>Ttra_AMSG_03314                                                                
MSDPAPAPESKPKVKDDTAGATEASNHIQIHVVSQSGDDVFFKIKRNTPLSKLMRAYCSRAGVDISAVRFMFDGSRVRED
MTAEQLEMEDGDEIDVMAEQVGGQ*                                                       
>Ttra_AMSG_05504                                                                
MRSSTRPSPSSRSSRSTRSSRSYARQSAGTRNARGKNLAIESESDSESGSLFSSSDSNSESGRPPPSWSRRTALSATARE
ALSRASNAMHELDEAVMGVGEVAMEETTADEAVRFELAQVIQPPLPSLLSAHDPNVDPLNYVRIQLLWRASETERELSRW
VHIRRTAPMLAVRMEMALMVETVAYGVQIFYLGLPVDDNATPESLDIESGTIIEAYIDGPTWTWAKRALLSRKSPSTLLV
ALWPASAQTPPAAIEAKPVRASVLTTIGSLVNAYAAAVQVPASSLAFDCGGLFLATHWPLYLIEPAELVAALVAKGIGAG
RWLKGKAPRIAVAVTNAATPRSSFVPIPLAPSLAKRVRAATATAPGPSTALNHNDDGDSITVILRMSKRKKGYRIKPSDK
IGKAMALFADFVGVAGDQLRFVLDGDRLTGNELVEDLDLEDMDIIDAMP*                              
>Ddis_XP_637795                                                                 
MENTKEEPGVNGEAPVKDEHINLKVKNQGGGEVFFKIKRSTPLKKLMEAYCQRQGLNYASCRFLFDGVRVKEDATPNQLG
MENEDVLDCALMQTGGSF                                                              
>Ddis_XP_640337                                                                 
MSDDFASMFTYRGSLKEDDVIDISDEDEDDYIEETFEKFDLKKKRKPTLPNFQSLKKSKSDTKTFNEKSDSGAPLDSNDS
NINSQTSSSSINLDDGNDDDDEVSYISENKNKNNNKNNNNSNTNNTNNNNSNSSSRSSGSNGSNYPVYSIDDDDELPLPI
YTKTPVSNFLKTSQTNTSSNSSLNSNNNINNNSNNNNNSNNNNNNNNNNNNNIDNNNNFYKTPSKNSNDMYYSGSPMGGV
NSSYTGSPVQTEKRINDPVPIFIKCTGEETQKFIFYYDTPIQKLVDLYCSQKNLDVNTAQFKLYGLMLDSSKTPRELQLL
DDDTLEVGIKITKPVNLPPELTSTTTTTTTTTTTAAPIDDGTPKVFLQVRYENNVHKFRIGMADPFSKLVTALTKKINTP
IPDGKKIVLKFDGVILNPNTTPEDEDMEDEFLIDAFLK                                          
>Ddis_XP_629261                                                                 
MTVSKKSKTIAKKDNNMKDDDTIMNEELNNNSNSNNNNNNNNNNNKNTSTNSTTASTTTKPKSQSDSPPLSNSLMTRSRS
KQSPQISSANSSNNNNNNTTTPANNNGKSNKNNNNNIATSKRPPTRSKSGIINNSSSNNNNNNNNNNNNNNEEEEEGKTE
ELQDEYTLESSDDDDTSKKSNNDEKPLPQPPVNKNKPNKKLKNDNEGENEEDEEEEEEEEEEEEEEEEEEDIYIENVRDV
IKSDDDQSFGDSSADEKKPNNSVAKKAPNNTMTIKATRSTSRTRGGTTAQSTPPPPPPSRTRGGKKAAHIKNNIESEESS
EEEEEEEEEEDEEVQASSSSSSSRRGVRQINATTAKKPPASKSKSQPSPPTSNSLNGKRRRTPLNKIESESEESDESSDE
YETPITTSKSKVPIKKGGSKKAAASPTTTKLDKSKSNISSSSSSSNSNNKKKQLGVTKSRVPLKGKGKIKNSSSEDEDDD
DDDSDEQNFDESDDFASENSSEEQASDDEYYMSEDDPLDQIEIPIADDDELRVQKVLTQRLFKKKFLSLPYSLLDFIKLQ
PQFVPPSLSIASPPPTTTSTPTPTPNTTTNTSPSLTSIISSESTNTTTTTTTTTPVDKKDEQMKDTESTTTTTTTTTKNT
ESTSTDKVKDEEMTDINSKTKETIIKTETTIKEQDGPKETVAVATTKTTTTVKDDDKMKVDESSTTKTATEVSNEATEVS
NEATSAAAATTTTPPQPPITEEIRFLALFKNKSYRSVRWVTEKVIEKEKESPTLIKLLKTVRNTPPPAIKNESEANPFNY
FSPDCTVIEKILAKKETKAGKSKKMTTFYLCKWKTLPHEKSTWEDENILITEEDQAAIKQFNANQLLLDQPKKYVNRPTK
LPIFNNELVPKFQDNLSLKEFQVEGFLWLSYCWYHCRSSLLADEMGLGKTIQSIAFLQYLSQSVGIKGPFLVVAPLSTLG
NWHKEILKWTKMKTLVFYGSQETRGFISKYEFKHKDTYLFEVLLTTYETIMSDHSSFVRVPWRALILDEGHRIKNDKSKV
LSKLKSIKTEHSIILTGTPLQNDMKELWTMLNFLDPDKFNSCQEFLDEYSDLKEESQVSKLHQLLSPYLLRRMKEDVELS
IPIKEETVIQVELSSTQKTYYRAILERNREFLSRGIKQKTNLPKLSNIMIQIRKVCNHPFLIPGAEESIVKQEKIAGDEE
LGELLVKSSSKLVLVDKLLQRLKAEGHQVLIFSQMVESLNILEDYLQYREYTYERLDGSIKSEVRQASIDRFQDKGANRF
VFLLSTRAGGVGINLTTADTVILFDSDWNPQSDLQAQARCHRIGQTNNVKVYRLITRNTYEEYLFECATKKLLLDHIVLS
TNKDKKQTNTTPISTTTSSSSTTTASSSSNVDSPSPGDTPSNSNPFKVSAGDAPLVEDPNTPSQISQMLKYGAAYLFAET
TDEANKQDKIMINEDIDKILERSTTIQFDEKNSKPSSLSGFSKATFASSETDMNVDMNDENFWEKVLPDYKTVKQLEEKL
ASGSALQSEESRAIFVQDILDLAQTKKDDVVDSVSIEFIGDLVKLIMRVEFNTRFTLEEREKLQQTKLLLEKPRTRKRVI
PEVIQSQQHHHSDNKKKKQSNNILLADSDSSSDGGGGSDTDFILPDDGDSYESDDQHVETLDNTVNSLSNPPLKQRKSEK



KSQFSGSLSGIGGQSSNKLGGGNQSSSSGGGSSGQSTNAQSIINASWNKSQKDKFKSILLKVGFHRWKKIQSELATQSVL
KSPGEIQSVSESFLEVGLKQQGSIIKDFYDSLLDDTSTYNFHKMGFNTENKIILNDASKLNAAAASASSSSDKPTPPPIK
RFHVKRTFNANGLFCAQQLTIRWNIEEPKSNDKETQIKVEEKEKSTESKSSSNDEKDVCEKVEKGEKEISSDKVDENKEK
VENNEKVNVDEKSKDNEKSNDSEKSKDNEKSKDDEKSKDDEKSKDDEKSQDDEKSKDDEKSKDDEKSKLEENQDESTPME
VDKESKSTSSSEKQSIEIKEEKESEKKPQDNDNATENGVKSPSTTNTDSKLTSPSTATTTTTTTTTTTPTTTTATTVKPL
SLKNPCKESAYYLVIVNEDFGSQQILRTYPMSDVNQGSTDVCLPGFANKYEFRVIHSNPSNNSFSFVSEPLKFTLTSNLI
WHQADFPSFSTRVQTVLTRLVQMRAIKQLVTKYGKQLTNLSIPYISRGPIPTWTQENDKSLLVGVYKHGYGKYPEIFFDP
ELDLLSNVKRGQPNTFSPNPTSNNDQNNNNNNNNSNQNNTDNIDSDSGNNNNQNSSTNQQQQQQQSEKIPSSESLRRRIQ
KVTDQILKKEHSDMIMKQHMAQQKLHQLQLQQQMKEQKEKEFQQQQNQPNQQNQPGQQNQQTQHGHSGSHKQKYSNDYFD
DFVSRSDFSGGDISDVEIDDYIKSKKMKHSHNSSNNNSNNNNNSNSNNNNNNNNSNNNNNSTSNSGYNSGNNNNYSNNSS
NNNNNNNNNSFFGNNNSNNNNPFFGNNNNNNNKLPSLDRMINKNDNSSHRHHSSSKHSKSQSSNQSSKPFSNSSSSSSNN
NNNYNNNINNNNNNNNNNNNNTNSNILQIRLQWENRIYPISIPISSTMESLKRLFIVKAGIQSVVSNTGEDANNILRFYY
DGQVVPMGVKVVDYIRDDPRITAVWESKWKTIQVKGFEFESVLMNVQDDTLLEDIVKAYFINSHPPYDIKNLRIEVNGKV
LPLNSDIGTNKIKNESYLLIVPSQDIIRVFVTPSWGAEKETYALHKQTTMLSKLMDSFLKKHSLQPKQIDFYIPRLNCSL
SGDKNPSQMGIENETEITAILLLVRVDASYNGTTVPYFLSTTTSFESLFHRFCEKVKIDRKSTIFSYEGKRLLNEQTPEG
IYMKPHASITVINHGSNNNNNNNNINNNMMGSGIGSPSISTSPQQRQPNLPLSPSHHQQSQQHHQQQPLSPQRQQIPKST
QQKSHQQHHQQQQQQQQQNHHHHHQSPQQHQLPSIIEVEVKLVGQDAGSFIKMHTQNPFPLDILMDKFCQEHNLIKSRTL
FTYKGQKLNPNDTLATINLQDQDIIQCHLLK                                                 
>Ddis_XP_629175                                                                 
MEEQFPTPPISSPQEEPLLTQQFDNELYQPQQPQQPQQQQQQQQQQQQQQPQQQQQQQQQQQQQQQQQQQQQQEEQQRQQ
PLRQQQQQQQQLPLPSPSKSGGGTNVGLNKRDGMFLIKDIPREEYERIREYKVNGSFIQCFSISELKEEIRRREPSGNIQ
GKKIDLIRRLISICDGGVSSVNKRVRSATDDDDDYGAPKKNNLKRKKKYKKSRDIALPSIDTTDDDDDDDDDDDDNNNNK
EKEQQKEDGNQEHENGHNHENGLNNNVNNNINNNNNNNNNIIFKTGKRGRPPKNSSASLSLSSYKKKNKIRSKNKNKDSD
SDNNLTDSDTFSNEYSSSGSESSGSESDKEEPLSKEINYLKQQLKSKEMEKDMKKKTKEMKQLQMKIKSQNRKIQKLKAL
NLNNLYLDNNSIVEDSCDFALQLFERVSSQFKYQHISKKVNDEPNENKTKTHSEFIRFIVLKVMNSDFDYNQPTKLIPSP
LIFLYWKKLVLDTHRYRHFSKILGYDIPFKVSDKKDLNDPEKHDHWRSRYQYTISQYKKYFPDVAYDVFGDITLKIVAKP
DSNWPLDYLKFSTYSTPLPIINNYKINSSFTNDYENNQLFSTPPLSISTPFDNNNNINNNNNINNNNNNNSNNNNNNNNN
NNNNNNNNITKNTTSTTSSSTTINPSSSSSPSLEYLLSNPLQYEPSKTPQQILDQLQQQKQQTGSPQKQNPQLRNTKQRQ
QQQQILQEFQQQEQLSVHIPPIQIPLTPVAPHKTATIASPLPNIINTPSSATSSSSATAATTTTTTIAPSTPSSSLNTPH
SEKKQIKHITLSVKSNESEVFIKVAETTALGRLINAYCQKMGIQKSLNSFKYKGKDIETSNPKELGMKENDVIDVIPLNA
STSSIDNGSGPLDNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNSNNDNNNDNNNNDNNSNNNKDNNNNNNNDNKNKDNNN
NSDNNNNKDNKNNDINNNNNNNNNNINSNDNTNNINNNTSSSSNDSSATTATPTQTSSILSSGSIEA             
>Ddis_XP_643762                                                                 
MIILVKTSTVTFSLDVNPADKVEVLIKKVCERTSMSEYQFNLVFAGEPMDVQATIGSHGIKKEGTIHLQTIKELTFDVEY
GTVVLKVTIPNKSGLTILELKSHICSVLAANQPDIYSQPLILSQSGKTFTDKELVHSVVKRMETLILEKKSSSSGGGGGS
GGSGEENGSQNVIPIINKEEILSHFIGNSISNDVEIVFCFDTTTSMNAVIVEVRKKLMETVTKLMKEIPLIRIGIMAMGD
FCEERPLYILDLTTDVDKIVNFINGVKATSGGDEPECYEFALHKAKFLSWSSHTSKALVMIGDSPPHPPYYSNHHLNWVR
ECDDLEALGVKIYGIVAIHEKYRYFYQTISERTSGLCILFSRFELITEMFLAICMREASSAKYEQYKKEAKERGNAEGLD
SIFNDLDKPNFEVTTTPALDDKKPENEEDPNKINTPEGEGSSSTTTTTTTTTTTTTTTKDAPIKLPKHYGVLNSNFDKNE
DWCNFIDDDQPKTESFTKPMFGSRYKASGKKSTYKIPVLGLVIGNQHIGFKSFQKTLILKTLKDETRLYFNDYRLDTLYS
IPFNSLFIATFSIGNVDSFNVLTDKIDKLQKQFTNTPIYLLGLQSDIKNTTTASASTNESTTTTTTTNESTTATNNTPVD
KTEIDNLLRNKNLLGYSECSINNPSSITGLEKKIIKLFESTQSK                                    
>Ddis_XP_647396                                                                 
MHANNNHEDDHFVNGINKSKIINNNNNNNNNNNNNNNNMQDSEIGINSNIIANSNNMNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNSDDELMVDGKPLTSLYLAELQNAVRARGGRIPSNSSKANVLKQLREILLKEKGMPPAAPSSPTSPNK
NNIQNLLNSSSKNVNSSHHHHHQNHHHHNFHNFNNNNFNNNNNSNNNNNNNSNNSHNNNNNNNNNNNNNNHHNNNNNNNN
NNNHHNNNNNNNNNHNNNSSSINNNNNNYNNSNNINNSHHSYKSKKSLPKLNDIAEILASSSSLSASSSSNSLSSSTSSS
PNRPNSPNNNNNNNNNNNNNNNNNINNNNNNSGNTKNNNNNNNNNNSSNNNNNNGRSISPSQQQYSSPQNHSSALSSPSQ
QPLSPFQSSSNFGYLVSSASNPDLQSPLKKLSLVELNKITGNKRFTFETIDDSNISYNNNNGNNNNNNNNSNNNNNSNNN
NNNNNNNNNNKSGGSPLKRSNNGCNNFGVAGSAITNLFNLGNPSICSEKSKMKIAEQLEKKLLESFNFYPIVQRLKLDFS
FRLIREVTRFLILKKITDDEFGTKILPPPIIENIWHALILDTLKYDEFCGILGVKIHNNPSGMNGSIEEKRKKYEKTLSS
YKKYFLTDPTIEETDIWLHDYLLNNDDNFDYNIIINENDTENDDDDNNNNKIINNNIKNKNNDRSSPHINNISNIINSNN
NNNNNNSNGRTSPQINNIHINNNNNSNGRTSPLINLSLPHHQPSKEFIDISINESSSNIRNTYKICKTHSFEKLINAFCN
QFNLQTQQYRFTYQGRLISPYETPSDLYMNDSDIILASRIIQHK                                    
>Ddis_XP_647386                                                                 
MDIDITKLENIQLNGIPLKNLKLVELQRELRSRGFTPRGNKLTHIVKLGTFLENEKDSTTTKKTPTLSTTPTITIATPTI
ATPTLTIAIPTPTITTPTITIATPTISTPTISTPTTIPTPTITKTARIKTLKKSGDDDLKSLQAKVKKTVTKTTAATRKK
VVSKKSKVQTTVLTDKESITKLYETIIKDFNFSSNLKRFTTSFPTIDPHNIHEETTKYLILKLVNNEFRDLKSQQLLLLQ
QQQQEQKQEQQEQQEPQEIIKLIAPPMIRKFLEDMILDTFGYDIFNLMIQNFYKLENTNPSFKIHNEQDKLFDDLISKKK
RYEKTISKYKEYYGDIKNQDIWPPEFIEKMYGLTMEVTTSLMEIPSIQIPEEPITIRFKLCCSKSTDFLEFNVKTNSRLG
SVMKNVISEFGLSSKITTSSSSSSYSSSSSSFSSSSEGNNYSFKFGNKTVYSTSTPFGLSLNNNDLIIIYLKNIYQDDKL
SNTITVTLIDSETLKKIHFSIARHSPLKKLINCFIEKKSTVHPNNINFTFKGKPISPQNTCCDLSINDGDFIDAIIQNEI



INL                                                                             
>Ppal_EFA78932_1                                                                
MSAKEEPGVPKQEGEKKEGGVADEQINLRVQASDQTEVFFKIKKVTALKKLMDAYCQRQSINPNSIRFLYDGQRLQQERT
PKDYNMENNDIIDVVIEQVGGC                                                          
>Ppal_EFA78136_1                                                                
MDKSDDYIPVFQYRGALSEADVDRMMAEEEEEESYSESFVKETKSAKRKGRPASAKTKKKKKSHKHRDLDEAENEDIAPL
RYSNDDNQIDNNNNNNNNSQTIVNSIEYNNIDDDDENENNNNNYNNNNNNNYNNAISLDDDDNDCIAIIPQTRSSTRSNS
STSSSLSSSSSYVNSSISSSIDISNSPEIQSFNKNNSYSSSNSSSSNNSFPTINDTNDEITLFLKMVGEQPYSLKIRQKE
PIKILVDKYSKQFNLVAADLQLKQYGLPMEHSKSPNELYLIDQDTLDVTIKEIAKPMVMSVDLNDAPPIATQAIDDPNKL
VLILRCEGNSHKFKLGKDDTFEKLLTGISKKIITPPNKQILLKFDGMNLNLKSTPNNEDMDDEDLIDVVFK         
>Ehis_2_m00605                                                                  
MTFIDLDASEENHYHLSYIPSTKSQLEQEFGNKKDMISVYILRDKEKTQIQISKKATILELKEKYLKSAAPALTLKFMGM
LLNNDKTLPDYTIGDQDCLDATLDRSSIDSSQYIKLKLRFENEIHLFKISPIDKLEKLFEKYANKINKPMDRLKFIFDGY
ILSPNDSCQSLELENNFIIDVQEIH                                                       
>Ehis_19_m00315                                                                 
MSDAQHSPSKDIPKEPAKDPVKDEPTKTTEKPVNNEQINLKVVTQDSTEVFFKIKKNTPLKKLMEAFCNKQGLNMSSVRF
LSDGVRITPDKTASDLGLQDGDVIDAMMNQVGGF                                              
>Ehis_59_m00184                                                                 
MLGGYVSLSFVNTDLPRDENIPKKKITPPKSYTWGDVKQELESAYCIDKSYIHLFYEQKELDDKGTVSTFDKKEINLQIY
TKLNDQEDTIVLYVISLLDPSIRYSIKCKKMDMIGKVKEDIMQSGVLVQPKQYIALYYMNEKNEPTELSDLDIIQSLQMQ
SFQPLYYLVTEYNEITAKLIGKGEITIKLKCEKKVIETKVPQQTTFIELKEKAAKLFEYDTNSFNIIFAGAEVNGNDTLF
SKRIVDGTAFNIIIKA                                                                
>Acas_g7204                                                                     
MSAEGDEKPAEQNTSQTQSTDHISLKVVDQEGNEVYFKIKRSTPLRKLMDAYCQRQAKSSDSIRFLYDGARVMPDSTPEE
MEMEDNDIIDAVLQQTGGSF                                                            
>Acas_g9204                                                                     
MPLQSSESDSDEDIFDRRNKASRRDPPRELEDASDVDEDDEDLDAILQPGRYKVKATTQPTSAATAAKQMSREELMGEIY
GKKAPRGRKRKADSVPAPKTTVNSKRTGDEPSAIEPDSLDDEPSATVGSVLKRSRPTATSAKGKDVLPVDTSIVLSDSDE
DDLELEHLHYDDAPMMNLNSFSETSAYLPPAVVESLRLARESQAIASRLRQSDPLYDSPIRSTSTTSSSARPSSSPAAAV
LLSLLCPLTSEVMKFRILKSQPFSLLLNEYIKKKKEPLNTYLRRHSMTEYLSDHKKLLEDDGGFVVKFDGMPVQPSQTPQ
DFGMLENETLQLALPPPPSSWMGDLEKEVGLRLSSRTLPTPQPASVQLDDEEAEEEEEEADADYVILRLRREGQEEKFRI
DQDKQFQKLHDSYCQKKRLIPEKVKFIFDGLPLNMRSTPANEDMEDDDIVDVKVEPGAQLPAVAASTAAAATTTIATATA
TASKPQPPRPAPVATYVEDDDDDSAYVLLRVRRGTEEDKFRIKRSDPFKKLQEAYCKKKGLKMAEARFVFDGLPLKGNQT
AEGQDMEDEDIIDVEDNK                                                              
>Atha_AT2G32765                                                                 
MVSSTDTISASFVSKKSRSPETSPHMKVTLKVKNQQGAEDLYKIGTHAHLKKLMSAYCTKRNLDYSSVRFVYNGREIKAR
QTPAQLHMEEEDEICMVMELGGGGPYTP*                                                   
>Atha_AT4G26840                                                                 
MSANQEEDKKPGDGGAHINLKVKGQDGNEVFFRIKRSTQLKKLMNAYCDRQSVDMNSIAFLFDGRRLRAEQTPDELDMED
GDEIDAMLHQTGGSGGGATA*                                                           
>Atha_AT1G68185                                                                 
MGGEGEDLEPLFDYRRVQPANFVCIDDDDDDASVTPIPKKAKTSQTVEKLDDDVKVIEVTGDDDWLLPPPKVIFDKSKDS
VEDSTIKALRSKKMELMSFTKTVGDVMQEVEESAKREVEESRNPSSETAAQLPSEPTNDRAKIVITIQDKDGQKTLRVFA
DEKFERVIKLYTDKAKLDPQNLVFIFDGDKIDPSTTPSELGMEDHDMIEVHTKKT*                        
>Atha_AT5G48710                                                                 
MSTTSRVGSNEVKMEGQKRKVVSDPTHVTLKVKGQDEEDFRVFWVRRNAKLLKMMELYTKMRGIEWNTFRFLFDGSRIRE
YHTPDELERKDGDEIDAMLCQQSGFGPSSIKFRV*                                             
>Atha_AT5G55856                                                                 
MSSSDKKPLIPSSHITVKVKNQDDICVYFRIKRDVELRKMMHAYSDKVGVEMSTLRFLFDGNRIKLNQTPNELGLEDEDE
IEAFGEQLGGFSFFHRH*                                                              
>Atha_AT5G55855                                                                 
MMQAYSDKVGQQMSAFRFHCDGIRIKPNQTPNEELQLDLEDGDEIDAFVDQIAGFSHRH*                    
>Atha_AT5G55170                                                                 
MSNPQDDKPIDQEQEAHVILKVKSQDGDEVLFKNKKSAPLKKLMYVYCDRRGLKLDAFAFIFNGARIGGLETPDELDMED
GDVIDACRAMSGGLRANQRQWSYMLFDHNGL*                                                
>Atha_AT5G55160                                                                 
MSATPEEDKKPDQGAHINLKVKGQAFFVVGTWLVIDTDGNEVFFRIKRSTQLKKLMNAYCDRQSVDFNSIAFLFDGRRLR
AEQTPDELEMEDGDEIDAMLHQTGGGAKNGLKLFCF*                                           
>Atha_AT5G48700                                                                 
MSTKSSSIHGRNEVKMEGEKRKDVESESTHVTLNVKGQDEEGVKVFRVRRKARLLKLMEYYAKMRGIEWNTFRFLSDDGS
RIREYHTADDMELKDGDQIDALLPQESGFGPSTVFRV*                                          
>Mgut_mgv1a018705m                                                              



MAKVKEEKTEIVVHIKYNESGGEEKYSFDTHMNIPLRRIFLDFCDRLGLVYSSIAFTFDGARIRETQTPRDLGLENDDLI
DAFNHQIGD*                                                                      
>Mgut_mgv1a016909m                                                              
MSTPGEGEEVEDKKPIVQSRYITIKVNSNYKQDENAVFFKIKRNVKLKVLIRAYRERQSVDDSIVYLYNGTKIGDEDTPD
SLEMEDVDEIDAMAAMDGGASD*                                                         
>Mgut_mgv1a020750m                                                              
MAAAGAQRVKEEKSEIIILNIQYNETGGQKYSFSTFTDVPLKEIFRKFCNNQDLIYGSIRFMIDGDRIRETQTPRDLKLE
DGDLIDAFNDQIGGGCW*                                                              
>Mgut_mgv1a017022m                                                              
MSSVEDDKKPADTGAHINLKVKGQDGNEVFFRIKRSTQLKKLMNAYCDRQSVDFNSIAFLFDGRRLRAEQTPDELEMEDG
DEIDAMLHQTGGGTTA*                                                               
>Mgut_mgv1a017058m                                                              
MVKGLSGRKKPAEEPVLPKVTICIAQDGDEVYFRYVRNKKIQNLLTLYCKEKNIDYRSVEFLFNGKRIATGRNANQLGMV
DGDQIDVMTHNIGGG*                                                                
>Mgut_mgv1a016695m                                                              
MVRAVEESVRKDLDAALQSSPKSVAKEPVEPPPSDREKLVISIQDKDGLKQFRVYMDDKFERLFKMYADRIKVDTKNLVF
CFDGDKINPAATPNSLEMEENDIIEVHVKST*                                                
>Mgut_mgv1a022663m                                                              
MSTSGEEENQKPIAQPGYVNIKVNSQDGKQVFFRINRNTPLKKLMCAYRAKESLDNSIVFLFNGGRIRETHTPDKLEMKD
GDEIDAMSNQIGGATSTDHA*                                                           
>Mgut_mgv1a017044m                                                              
MSGVEEDKKPADGAAHINLKVKGQDGNEVFFRIKRSTQLKKLMNAYCDRQSVDFNSIAFLFDGRRLRGEQTPDELEMEDG
DEIDAMLHQTGGYASA*                                                               
>Acoe_004_00617                                                                 
MSEAADDDHIKLKIKDQNGKEMFFRIKRTTELGKVIKTYCDRQAMDPKIVRFFCDGQRIRGSETPAELDMDDDVEIDAMI
HQTGG                                                                           
>Acoe_020_00361                                                                 
MAESQNEKSSYQMKSETVGDEQPGDCGVQDKKPCVKEMMDYKVSDDEKLETESTLEKELKIVQNSMYIFVKRIDGKTMQV
KVNRSDISEKVKAKIIEKWGVPEADLPKNWRLTYKSKTLKSGRTLPDQDIEEHCTLQMAFYICDISFINTPLDSARPVEI
TVTTTLKAPVPRAEFSEKLPPKPRVLRRTGAYNIIPQVPVNCWKKGMAMAKVNCVTFDAIRFDKEAARYTDDVKNG    
>Acoe_028_00028                                                                 
MSGIPNSEQEETKPSTDQLVHINLKVKDQNQNEVFFRIKRNTQLKKLMTAYCDRQSVDPNTIVFLFDGRRLKETQTPEEL
DMEDGDEIDAMLHQTGGSTI                                                            
>Acoe_032_00083                                                                 
MSGVTNQEEDKKPNEQSAAHINLKVKGQDGNEVFFRIKRSTQLKKLMSAYCDRQSVEFNSIAFLFDGRRLRGEQTPDELE
MEDGDEIDAMLHQTGGFKAMYVNMSGVTNQEEDKKPNEQSAAHINLKDGNEVFFRIKRSTQLKKLMSAYCDRQSVEFNSI
AFLFDGRRLRGEQTPDELEMEDGDEIDAMLHQTGGFKAMYVNMSGVTNQEEDKKPNEQSAAHINLKVKGQDGNEVFFRIK
RSTQLKKLMSAYCDRQSVEFNSIAFLFDGRRLRGEQTPDEM                                       
>Acoe_041_00102                                                                 
MPSQLKFLCQWNSGSNIQRVLIVLFFIQDDSIEEEFEPLFDYSRVQPINFISIDDDLSDSENALIPKRLKKDEKKEEPVS
GNVVKATVCEVIDEEDWLPPPPKTLNGARKHDQENSTIKELRLKKQELASFAQSAEEVIRAVEESAKKHVASTKQSSLGS
EQEKVVSMPPDDRVKIIISIQDKEGQKQFRTYTDEKLERVFKAYAEKINLDVGSLIFCFDGDKISATATPGELDMEDNDI
IEVRTKSS                                                                        
>Acoe_072_00095                                                                 
MASIDTQVGNNKPDGVINSNSINLNVKGQDGQVKKFRVKKTIHLGKLMSAYCELQSLDIKAIAFLYDGRYIKLKNTPAQL
EMEDGDEIDAMLHQTSG                                                               
>Acoe_072_00098                                                                 
MSTVSKRKRGEDSKETSMNHPNHVNLKVKGLDGTEVCYRVKRNLPLGQLLNTYCERQSLEFKTVAFLLNGKRIKERHTPA
QLHMEDGDEIDAMLHQGGGGPEV                                                         
>Acoe_108_00045                                                                 
MSGTPPPPPSEQSQQQDEDKKPNDQSAAAHINLKVKGQDGNEVFFRIKRSTQLRKLMTAYCDRQSVEFNSIAFLFDGRRL
RADQTPDELEMEDGDEIDAMLHQTGGGLEGWCPCMSGTPPPPPSEQSQQQDEDKKPNDQSAAAHINLKVKGQSVEFNSIA
FLFDGRRLRADQTPDELEMEDGDEIDAMLHQTGGGLEGWCPC                                      
>Bdis_1g23800                                                                   
MAKANSGQFVTPVVKDEEGRRLSRTMRRTDKLDVLMDFYYSAMAPVVEHGYGVFLYHGRRIKCEETPADRGMEDGAEVEF
FLVTRPRVFVTPVLEDRHGRRFTFSIGRTDRMQRLMDFYNGMVPAEMSGETRFYFSGKEITREQKPENLMLEDEDVINVK
AYDPFAD*                                                                        
>Bdis_1g23830                                                                   
MSSLSTTTAARGVKREREDGGRIRIKVQDLNGSRIYYTMRKTDKLQNLFDFYYRSMADLDLNTGRFVLDGKRMQGWQTPS
GFNMEDGDEVDFFTQCLGGAQRGNINGVVISLELSRSLGLVWVRWRVLMIGGCSAFMCYCAPRASNDVVDLGMSDPPTMW
ITPARSVKGEAKDGDGLITIKVQDLNRFRVHYTMRMTDQLQSLFDFYYRSMPGVDRNTGRFFVDGKRMKGWQTPADFNME
DGDEVDFFVELLGGARRTA*                                                            



>Bdis_1g23850                                                                   
MPPPAARQEAEEEDSKAAVKPLMVMLKVVSEERVVRHAMKMTDKLQVIMDVWYHKMPDIPYGSGLFTLNGSRLRPEKTVA
ELELEDDDMIDFFEHMIGGRKSDAGLISAARDEQPKRRSLLALQIPGKLKPSMQHAHGLYKDPQHQTENKTKPKNPLTTG
GNRSSGTGEPAMSAAVRCKEEKEEKDRKPVIKPGVHVTLKVQDTDGRSVYHTMRRTEKLQGLMDFYYARVAPAVAYGTGR
FLYDGGRLGGAQTPEELEMEDGDEVDFFSELLGGAAGRVPGPMDA*                                  
>Bdis_2g43070                                                                   
MPTLDGEEVPPAAAAADSEELEPLFDYSRVQPTIDFCFDDSDLEKSDIFVHCNKRPKVAEAAADADAVGDEKDATTTKKA
TVVNLDEEDWLPPPPTKPVVRADIRKDKTLHEERLNKQEIEKLAEDTFQKVAEAVKKGLEAKKQSEHIVLDEATETEVKK
AREKILIMIEDKDGRQQFRISKDEKFDKLFKVYAKKVQVSPSDLTFVFDGDKINPTSTPQDLDLEDADMIEVRHKPR*  
>Bdis_2g55140                                                                   
MPSPPPPSGHDKTDAEPEVFKPVKPEPTADGDFINVTVTSQISVDVLFRIKRNARLQRLMDMYCGKHSLDPRAVRFLNDE
GKYLKAAQTADEAGLKDGGLIDVHMAQDGGFAPSITSVHI*                                       
>Bdis_2g58830                                                                   
MSAAGGEEDKKPAGGEGGGAHINLKVKGQDGNEVFFRIKRSTQLKKLMNAYCDRQSVDMTAIAFLFDGRRLRAEQTPDEL
EMEDGDEIDAMLHQTGGFLLPPNA*                                                       
>Sbic_02g037170                                                                 
MAQKDGDDLFAGLRAVFALSVKPEVKPSMLVTLVVQDTKRRTLSRTMRRTDKLQDLMDYYYGVMSPPLTYGEGRFLFDGG
RVNGEKTPEEYDMVSGDKIDFFPDLMGA*                                                   
>Sbic_02g037195                                                                 
MSPPRQENRRQVIVKAEPVPSITLKVLDQQSRRAFHTMRMNDRLQGVMDAYYKKVSDDVTYGTGIFMFDGSVRLRGCNTP
AELDLNDGDQIEFFESMIGGGCMG*                                                       
>Sbic_02g037200                                                                 
MSPPVEEGRRQGSVKTEPEDDPLITLKVLDQEGRRAFHTMRMSDKVQGVMDAYYKKAAGEVTYGSGTFMFDGSVRLRGCN
TPAELDLNDGDEIEFFPVMIGGGWVAIGA*                                                  
>Sbic_02g037220                                                                 
MMRSGARGGEEEEDRKPVIKPGVHVTIKVQDTEGRTVERTVRRSTQKLQVVMDAYYASVPDVTYGTGRFLYDGGRLSAGQ
TPAELEMEEGDEIDFFTEMLGGGGAAAALLLNAR*                                             
>Sbic_02g037230                                                                 
MAPAVAANPIVKPATLVTLKVQDTQRRVVSRTMRRTDKLQVLMDCYYDVVCSAGAGARAAGRFVFDGKRLKGEQTPKDLG
MKSGDQIDFFGDLGATTDGGDAEEEEVVDRKPVIKQVMDVTVKVQDTAGRTVKFTDVRTTQKLQVLMNAYYARVPDVTKG
TAKFLYDGRQLKGEQTPAEIKMEGEDEILIDFFIDMMGGGGGWAAAAAAAAGQPPVPA*                     
>Sbic_02g037240                                                                 
MVVSPSRKEEEKVVARARVVIKWLDGNGRVVLVKPEMLVTLKVQDTERRIVKRTMRRTDKLQGLMDYYYDMVCSAGATRG
AGRFVFDGKRLKGESTPEDLGMVNGDKIDFFEDLMSG*                                          
>Sbic_03g040090                                                                 
MSTPSPASLGYGAEEEEEEERGKGAEAEEERGEATKTVKAEAGEDGGSDALINVKVQSQTADDVFFRVKRDLKLRRLMDM
YCGKHSLHPKAVLFLDPVGRTIRPNQTPNEVGLDDGDAIHIMLTQFNHRGLIVIVLIPIGL*                  
>Sbic_03g043870                                                                 
MSGAGEEDKKPAEAGGAHINLKVKGQDGNEVFFRIKRSTQLKKLMNAYCDRQSVDMNAIAFLFDGRRLRGEQTPDELEME
DGDEIDAMLHQTGGSVPGA*                                                            
>Osat_LOC_Os01g68940                                                            
MSSPAGEDEKKPAGGEGGGAHINLKVKGQDGNEVFFRIKRSTQLKKLMNAYCDRQSVDIKSIAFLFDGRRLNAEQTPDQL
EMEDGDEIDAMLHQTGGSLPA*                                                          
>Osat_LOC_Os01g68950                                                            
MSAAGEEDKKPAGGEGGGAHINLKVKGQDGNEVFFRIKRSTQLKKLMNAYCDRQSVDMNAIAFLFDGRRLRGEQTPDELE
MEDGDEIDAMLHQTGGCLPA*                                                           
>Osat_LOC_Os07g38650                                                            
MSTTSPRAEEDAKETVKPIFITLKVMDQEDRRIRHTIRMADKLQVVMDMYYAKAPDVTYGTGTFLFDGIRLKGDMTPMGL
EMVDGDTVDFFPVMIGGGGFFQCNLLPSSH*                                                 
>Osat_LOC_Os07g38660                                                            
MYGWSGIPAAVKVEKENEWKTPATWEWKAPATRVAGEYVTLKVQGTDGRAVYRTMLRTEELQGLMDFYYDRSHGRVQRGT
GRFLFDGRRLRGWQTPAELQMEDGDEVNFFEELIGGAAGSGWDPPSSILA*                             
>Osat_LOC_Os07g38690                                                            
MFGRSGITAAVKVEEEDDGKTPAAKRAGEYVTLKVQDTDGRAVYRTMRWTEQLQGLMDFYYDRAHGRVQRGTGRFLYDGR
RLSGWQTPAELDMEDGDEVDFFEELIGGAA*                                                 
>Osat_LOC_Os12g39700                                                            
MASPLPFCSLSLALPSFWILSEYNVKSERRRGGAFEIGEGEGEEEEDASEETTGSMDRAKAAARKDKAAAAGKETAVSRA
VALDDTALLLAAVGSFRKEGSDASRMLDQEMSTRLLHLACKHDAVQCARLLLEGGHGITASPVDARDQLTRTPLQVAAEA
HSARCIELLLSKNARTDLKLVDGRPLLALEIALLSRRAQVKWSLDNSIEDLLSSLQEKKCHLVPCVGSECSEALAEKTRE
VGEVAYRYAMEGRVTVLAMLLLVAEEKISAPVSVVIEGVRTKKSIYYSIVDEALSIGDAPARDSNERRKALLSEIQLLNQ
FGAALWRDRNIDKRSLPPLLKAAKLPKWAIKDIERCCRGFLWKGQEEVSGGHCLVAWRVVCRPVECGGLGIRDIDRFGKA
LRLKWEFNRLEQEDRPWTMVRWKSDKDVRDIFNSVAQHIVGDGNRTDFWRGKWLPRGGSIANNWPILFSFVGRTKITVAQ



GLLNNRWVRDLQGSLSNRALVDYLALWDELQLVSLQSGEADSVLWRFSANGVFSASSAYEFLFSTSIKCPHGELIWKTKA
PARVRFFLWLAVKGRCLTADNLSKRGWPHDPTCLLCQSAPEDCNHLLVKCPFTNRVWQQLKAWVNVTFPLPAQLGMELAD
WWHCARRCFQMRFRTAFDSLFMLVGDVNVTKMLLMGDVDVNEADPEGNTALHWCLSGSSSTQEPRIVWLLLKNGARVFQG
NKLGLTPVHSAAAKGNYKALQSLLLHAQDCVDTPSKTKETPLFLAVKNGSLDCVKLLLRSGASTKVQNLRKQRPIDVATS
QDMRFILTSANVAPSLLGLKHQQAIGISGLVMVLPRGGKSKSHCAPKQGSKFVPRPNHWLKHDYTRKIFVGGLPPSVGAE
YLTEFFTAEFGPMEEAVVIGIRMGDRVQSRGFGFVKFKREEDVISAKETHHVYMLGKRVEVKDAVARGSLPSEIQKTSSF
RHHNQEVPKVTHHLLGGELKEEHYIRKRRPLPEKCLPSWFFIFRKWLPGFLADATERLGDRYPLSSLKGDFRAICRMELD
HSTLGYPKLSDFMRSLPGICRMCVVPVGSGPATHKVLLPPVSRPKYVPLLVPFSFDHDELPESVSDHQFPMSPLTTNITE
DSPRNTDSQHGDTCSESNAESQQDSASTDNGSQLYTSIEPVSTRKLDVVEPLPARTPDRVEPQKIGSDPARKTISLESGL
GVQIFIGNGSANLSLQVDVKKDVEYMLMLYQKRTGISSRNIYFVYRGKRLRLNRSLLSYGVQKDSTVNVRSRILGGAGTS
LEEYLHKHKNSLVKKTALYDGRFFPELTPRSSILLRTWVLCFTKAFKERHCWEPKCELSHFKVINGHVKVSTPAKGNLTT
HFLQENLSFLAKTLKDFFRTIGTNLVSEYPPYFEYFMKFILKIDLPCVPHLQKVIIELNLCFMDSYMRGVLTVRLKQKFD
SLPPKQRATLIDKINHITWDTSRMPNLSTIPVFDKIIKKAKDDGEPYFIENSVNFEFKAFNGFRLSRDAPIHAPQHRFDK
TSVPWKENFPDNTIELMTPAYLGDLLPEIIWCFILNKVDITEELSQSQTPCCTMCHPIKTDVGEYPTTQQTTVQDKQPTM
EDVGSSSSMQQNVWKKIW*                                                             
>Smol_XP_002978596                                                              
MGKHGFFRLLGGTMIKVKTLTGKEIEIDIEPNDTIERIKERVEEKEGIPPVQQRQAKEISYGMTLCSCRLIFAGKQMNDD
KTARDYNIEGGSVLHLVLALRGGAGGFQ                                                    
>Smol_XP_002963012                                                              
MEGSSETPDVKPEKKPGDHMNLKVKSQDGNEICFSIRRNTRLAKLMKAYCERMSVAPDSIAFLLDGKRLREDQTPEELEM
EDGDEIDAMLHQTGGMPLL                                                             
>Smol_XP_002970662                                                              
MSQAEDAATPQAEKQEQKPAEGVHINVKVKSQDGNEVFFRIKKNTQFRKLMTAYCQRQSVEADAIAFLFDGRRLRADQTP
EELEMEDGDEIDAMLHQTGGAS                                                          
>Php_XP_001782006                                                               
MANNQTNTQDQEEKKPLDGAGQHINLKVKGQDGGEVFFRIKSTATLRKLMNAYCDRQSVDPSSIAFLFDGRRLRADQTPA
ELEMEDGDEIDAMLHQTGGNAC                                                          
>Php_XP_001774908                                                               
MERGKLLNKLQQHALLLCTMWMTVGPLRNAAQLRYLRLLALYPLPGCNLLSGEFALQPSMIRNPASHPLVKVPMAAGRGG
GAVDLNRLSINHVVDDDEEEFEPLFNYSQTVGPAPTFLSDESDNDEVIFTSAPKRRPEIQSSKQSAAAPQKVPARQPNLD
DDDDSWLMSLPPKQPKQPQPEIVTENCALQLLREKRRELMLLEQKASPGAIRNIEELARMEAQYRPEPEPPVIVKAPTTK
SDESLTGEAAATGKGKILLKVQNKAENSQSIRIYTTDKFEKLFTVYAKMAKAPLANMTFRFDGDQLSPNSTPEEHDMEDG
DIIEVHDKR                                                                       
>Php_XP_001763431                                                               
MAGVEDSSNPGVQHQDEKKPLDGAGQHINLKVKGQDGGEVFFRIKSTATLRKLMNAYCDRQSVDPSSIAFLFDGRRLRAE
QTPAELDMEDGDEIDAMLHQTGGASS                                                      
>Php_XP_001758872                                                               
MKVQTWGFGRGSSSLAAALVCLPSSPANIQFAGRKYLAALPWKICHLGSDYDAMANRAILSTVVGHMAAAGKEKFSAIFF
SRFRNLEDDDDDDIKLPSKSGDALAPQPPGTISDSRSPSYVSDLEQDDTDDEFKPLFDYTETVPSPTYFSDDDEDDFKFS
SAPKRRCVRAQAKEPSTPSPQEEIVTVGDDDDDESWLLPSPPKSSPLKFPNRATSALLSANYALHQLRQSQTELMGLQFA
ASPEGIKRVEEQAKLQLQHRPDPESPLAANTSKDLNFHEEILESKSVTPEKREKVLLKVQNKTGSYQSIRIFMTDKFEKL
FSVYAEMVDAPLANLSFCFDGDQLSSCGTPKEHDMEDGDVIEVYSKI                                 
>Crei_XP_001700386                                                              
DDRINIIIKGQGGSEVHFKVKRSTLVGKVFDAYCNKKGLDVTTLRFLYDGICVLDNITVAQLPGVQDGDVIYCWPAQVG 
>Crei_XP_001700385                                                              
IKIIIKDQSGSAVRFEVKQSTRMGRVFEAYCSRQGLDIANHRFVFNECRVRDDMTADELPGLQDGDVLDCFVNQIGN   
>Crei_XP_001697951                                                              
MADVKAEAINISIKSTDGEVNFKIKKSTRMGKVFSAFAQKKGVATNHYRFVFDGNRVGEDVTAAEVGLEDGDSIDAFVEQ
EGGIDAFVEQEGGIDAFVEQEGGIDAFVEQEGGTRAALEQQWHSPVLRRAASRGGSWPLPWPQCHTHQ            
>Crei_XP_001695783                                                              
MADEEAKVKTEGNVINLVVKDQTGNEVHFKVKMKTRLEKVFNAYCNKKGVDTASVRFLFDGNRAKPDSTPEALGMEDGDV
LDCVIEQVGGCSCA                                                                  
>Crei_XP_001695782                                                              
MEADGEPQPKVKSEGAVINLVVKDQQGTEVHFKVKTKTRLEKVFNAYCNKKGMDTASVRFLFDGERVNANSTPEQLEMAD
GDVIDCVIEQVGGGVSA                                                               
>Vcar_XP_002957858                                                              
MSDLWDYDDDDDQGDGGRWEAPPQDDGPTTHKRKAGWKSTKASKRRAAPPATSLELRPAPMPTTILLDDSGEDDDLVLIT
SPEVNANHSGAAGVSGTAGAARIAEPPAVKPGGQTKPGVATLNPATRESLAREEELLRALQQVTEREDQQDDDMEASPIS
PVSHLGLSRLTSRRPMAVDVSGVGAAKPTSAPYLSDDDDLVVAADVPVLGSTAAQNGLGQEDPTVAQDDNVANGAGARVQ
LKLVWGRDKDDSVKMRVVKTDPFSKMIEKFKAYAMERSICRDPNKIKFLFDGDDLAKMPTETPESMDMEDDMTIDVKL  
>Vcar_XP_002952808                                                              
MAEQIGENEHQKKPPFKEEGNPANVINLVVKDQTGNEVHFKVKMKTKLDKVFTAYCNKKGQDPSTVRFLYDGTRVHGHST



PDELGMEDGDVLDCVIEQLGGCCRA                                                       
>Cvar_EFN58900                                                                  
MALSWCPQLDRGTMEQSGENTNEDVKKEAPGDAISIKVKDQSGGEVVFRVKGHTKFEKIINAFCQKKSVDPAQVRFVYDG
NRVNPQATPDSMEMEEGDTIDAFLEQVGGGSSVRSAC                                           
>Cvar_EFN56709                                                                  
MDDLWGYGGDEPEPDHFSDSSDDRRRARSDSEEADLLPQKKRLKLRQLGYGNGGRRGRRGARGGIGQGGEGDAEVLVLDS
DDDSDRQLLREAARGGAAGRSTASSLAAATAAAAAATAAAAAAGASRAPAWRQGSGGAAAALDPRSAALLQQAQAIQQRL
KAAQEEELSEDEDSEAPDPSPVVLRGAAAAGAAAAAARQRQQQAQQPRCSRRCDLDLTGDGSEEGSPGSGAAAGSEEGEG
SPGVAGGSPLPQAAAAADEGRISLKLRSAHAGEKVMRMRREDPFSKLFAAYRSWAAEAGHISSADAALRFLFDGDQLGPG
QTPASLELEGDECIDVYF                                                              
>Cvar_EFN52489                                                                  
MAENDNRNVEDGAPITIKDGNEISFRVKPKTPFQKIFNAYYQKTQQDQNLLKFLFDGQRVRPEETPADLQMEEGDSIDAM
INQMGGC                                                                         
>Mpus_Micpu155003                                                               
MAEEEKKNDEKGDHINLKVKDQDNSEVHFKVRQTTKFSKIFDAFCARKSLQPDSVRFLFDGQRVNANMTPKDLDMEDGDS
LDAMMEQVGGF*                                                                    
>Cmer_CME004C                                                                   
MSSETSDKKPVVSEGKTSGGDQINLRVRDADGNEVQFRIKKHTPLRKLMDAYCTRKGVDLHSYRFLFDGNRINEDDTPEK
LGMEDMDSIDAMLFQQGGW                                                             
>Cmer_CMG032C                                                                   
METKNCGKHSDYESSEEDFFVLSRDAPELDADVLAGECEAVGASDDDAMFAGPSWEAKTTLSAAARERRRRRSCRLLGRY
GPTWADLSPERGSACPSVHARIAAATASVAPAQPVDRNAPAEDSCTPRGTAQSEEERGTTDESGRRVYPSPEASLEQLLR
RRRRPLRTEPDVCSQLGSERTSQASFGRNAARPMNVGDSSSDEDVKLVAEYPAESVEQQSRTTSNENPPVSQEPMITGLC
RERAMNRRGSQSSGCTGTSGNLVSSEESDGRTRDKHAEKSLVHHQNHQQQQQQHQVDIEAASRDTGRKTARSRHNKSGDR
RTAKSLRSNPEATRQETVHAPLNRPIPIRIMMQGMEEPMYFTVFPYTILDEIFATFARMHGFDWHNDPLHFYREADATLI
LSGTRTIDLALQAGETIRAVLRSGELSAPIQRNASTAVNALASSTRRTTTSAGTVTWLRIRYSSTEAPRCYAFAMHGPEA
APLGVLFSRFCKDVGISEKQTRFLDPDGEPLDPQSTAAEAGLEPDDLIEARVHNVP                        
>Cpar_1058Contig11571                                                           
MADAVKTEGEQKALINLKVKGQDGNEVHFKIKKTSTLQKLMDAYCQRIGQAAGSVRFMFDGSRIQPAQTPEEIGMEDGDE
IAMMEQVGGAC*                                                                    
>Cpar_1059Contig11571                                                           
MADEGVNVKSEGGVKAPIALKVKSQDGNEVHFKIKKSSTLQKLMDAYCQRISQAMGSIRFMFDGQRIQPHQTPEEIGMED
GDEISEEPTAYAKLQILLVLPCDADAKLKRPDIPQHFFGAVAS*                                    
>Cpar_4008Contig25520                                                           
MERPQPRDQPETLAEIKQALKDMITASDVAAVLGLNPYCSPNQGAPAPERISLKVLDQHGAVDIYRIKSTSRLEKLFVTH
GRRIGVPADRIRFMFDGARIQPHQTPDGVGLQDGDEIVMMEQVGGGRVRVIVHDNLFTFKGFGQTTEVPTVWAYRIDSNL
SLVHLIAHHSDRMLHQPGTVYLALKGERIDPLDTAESLGFYDNIELARYDPEAIHVTVNFNGHCIPYRLLPHMQIGRIFD
SYRKPLGMWPDSMRILFNGMRVQPWQMPAEVGLSSGDEIDILSGQEGGGVPEDPAGETRQ*                   
>Cpar_7583Contig39116                                                           
MAPEPAPPKEPTPATDACIVLDGDDARDSDNERDVPRVTIKVKDSSGEMPFKVKTTDRLLEKLRAAYARKRGVSPSSVKL
TFDGLALEEGQTASSLGMEDGDCVDAYAASSST*                                              
>Cpar_12644Contig6632                                                           
MDGKNYIRIKRRNQTIFLHVDFNTTKVHEVMSKLFINKKSPTSFRLLYDSTPLREDDLLAAYNIKNDDVLFLVYRITDEP
AQYEQPDIQFSAPNFGASQSGVMS*                                                       
>Cpar_25818Contig48494                                                          
MSPSSGEVAGAGFGLHAVKLPRAEVVATTAENPVPVAPFLAPLPTASTPASLTGLTASDLCAIPASHVKAADQLDLRDGG
ELLFRIRRTTPLRKLVQAFAEKQGTEAGFLQLSFEGYALQHDDTAERLGLQDGDALCGRVVEPVSRLAWLAAASSDPDFL
CHVNAFRSLSCNAGSRARLVEEGALGPL                                                    
>Cpar_28711Contig59414                                                          
DQFGSVDVYKISKATKLQRLFDTHGYRIGRRPETIRFMFDGARIQPTQTPEEAGLEDGDAIIMFEQ              
>Esil_CBJ34045                                                                  
MKQKLADATNIDMAPTVMGRLRASGVATGSPVVSAETAARREREQNQKGVKLMVTRSKQQQHLFHTKLGTLVSVVEEKCR
EDPDLGLPGGGGGCGGRSFLEDDIFDQSLAEKQLESGKTLRESGIPPGRVDLRLDVKGGSGGGGDCASGAPITLKLRVEG
GKAFMVTTTTGTKFSAFMEAFNEKVGIPQERASECVFKFDGDKLNPDGTPEGEDMEPEEIIDAKFPADVMNSVQAAPTEL
SLAAPKKKKVPRKVPGKGKAAVRKTTAAALAAAAKPLGGGSGSRPTRGGGSGRVTRSRSGSGGGGEGKQPEVVVLD    
>Esil_CBJ26307                                                                  
MPPPSRFAYEIRCTGEETYFKVKKTTRMEKVFTTYASRKGVSVSALRFLLDGSRVGAEDTPTSLELEDQDQIDCMLEQQG
G                                                                               
>Ngad_07113                                                                     
MAAPGSEVSSDGGFEQRSETEEEVLDGGGIFTYKPVAYALGRRGKDAVDGTSESSSSDDEDDNDVRPVFPRRPGRDKGPK
RGRECLSSTDSLSSPSKRPPPVVEIESDESDDDGVVLLVTTNGKHREKTEASGRGASDEEEDVDIGRYLDGDIQEEELTT
LQPAATGGKRRGKGPNGTGNGRPMLATGTRVGSCPNGRTSVPGLGAPPAAVDVTAEEEMTAQPHAKARLEALRADTLLMG



AALRANVTVEVEDLVDTASVARETGPQKATTTEDKVMLKVGMQGRQLQPFRVYTYSMLSDVFDAYARIKGLRSEDLTFSY
QGMELEGFDQPRYVGMVAGDDPRAAGNIVYVQDRAALAAKTAQALAASKTVNLVLQWQGGQENVSMKMQGSFGELKKTMA
AKKGVDVATVRFVFDGVTLSAETTPEQLEMEDEDTVDVYGLS                                      
>Aano_F0Y0A1                                                                    
KRAKVDSSLNIRIRDQSGEETFYKVKKTTKLEIVFSLYAQRKGVDALDLRFLFNGQRVRDDETPQDLDMEDGDQIDCILE
QQG                                                                             
>Aano_F0YBA0                                                                    
LNIMLRDQTGEKTFFKVKKTTKLDKLFNAYSQRKGVNASSLRFLFDGQRVRGDQTARDVKLEDRDRIDVMLDPTATPR  
>Aano_F0YNB3                                                                    
DGVELMIRVRDVTGEYEAFKLMPTTPLVELFDTYARLKRANVTSLRFLFDGQRVRGDRTPEDIGMEDGGFLDCMREQ   
>Aano_F0YSC5                                                                    
RPGVGLKIRVRDQTGEYDVFKLMPTTPLVELFDTYARLKRANVKSLRFLFDGQRVRGDQTLEDIGMEDGDSLDCMREQ  
>Aano_F0XXK5                                                                    
MHIIKPKNPSAPKRAKMKPSPDSSLNIRVRDQTGEEVYFKIKPTTQLVKVFNAYAQRKGINVTSLHFFFDGMRVRNDQTP
QDIDMEDGDQIDCGDH                                                                
>Aano_F0Y6H2                                                                    
MADEEDKKPSKEAGGENSLNIRIRDQTGEETFFKVKKTTKLDKVFNAYSQRKGVNATADTAFELVVLGVLCVLLLLLIFV
LYRIDAAVVWNAADMLKAPAAGGPPVLYAGSWNPPHCGHVALLRCMAAQHAKIYACVGHNAAKRYAVPAARRAELVRAAV
DADDALRGRVEVVVEAGYVWRAAARRGCRVLYRGVRSWRDDGPAEHVLHALNVLGPLFLGPLRAPPETRYIVADEKLHKV
SSTAVRDAVAAGASLDGLVPAAIATDVRTLYSPKVKGG                                          
>Ptri_XP_002182177                                                              
MAAVASTMNDNGLWLPGATTKEDKIERWWEVNRKHDPPLNRGATPLIERCMRVQGWNESFAKRTLRGYRQFMELKSVMND
WEETKLSAPIAIQQMWEQHILDNLNYTDDCFLLFGRVIGHDPDAILNDRATLDRIKTTKIAFQARYGGDLDPEVWDFGHS
DLEGMTLDGDDLGGTPQQMARGRLPVANIDRGASLSPRARSIVVSTDEADLTGPMTEQIRVESVRSRSPTNRTRSLSKTP
KSPKSPTGNDPITIFLRDTNSGEETYFSLRYRSTLRIVFTVFAERKGLSQENLKFSFNGQSLTGYETPYSLGLEDRARID
VLIGQRRT                                                                        
>Ptri_XP_002180718                                                              
ETFFKIKKTTKMSKVFDTYATRKGVQASSLRFLLDGETIAPESTPKMLELEDQDQIDCMLEQTGGDAR            
>Ptri_XP_002180525                                                              
MDVPATTEDVKESAESITVRVRDQTGEETFFKIKKTTKMQKVFETYATRKGVQVNSLRFLLDGDRITPDQTPKMLELEDQ
DQIDCVLEQTGGKGHGQIGAAAQ                                                         
>Tpse_XP_002295045                                                              
QNGEETYFKIKKTTKMKKIMDAYAQRKGINRTSVRFLLDGDRITDDDTPKTLEIEDQDQIDCVLEQTGGC          
>Tpse_XP_002295034                                                              
DGTSPSRCDEERITIRTRDPLGEELSIRMKLDTKMKLVMRVFARRKGLDVSRVRFLLDGERICEENTPRSLELNDQDIID
VV                                                                              
>Tpse_XP_002292902                                                              
MNQTLLYSSLLACCIQNVVGFQSLQHHHCASHQASYYDADKVVRQWRMQSRRNEDERSFANAALLQSSRQDNYYGGFDSS
YMVKEFSIYEQLEDIVNLASKPLPERPDGIVTVAKFTSSESPDCRASEASYERLARDNPATVFLRCFKEMDNAESLFLRA
RVEVLPCFDVFYQGQRVARIDGPRYSELETILNQYQFLNSDLDLFSEPSTDPAATTTSTTPQPSPWGQGSSKSDYAKTPR
TTAAFIPGYDWNKRGGFFDELANDVQKNSGFDFEKSYEDDWMPKSCLLAATAHTNTPPPPNSLCLHLIVVYSSISTGDLI
PPNTGNHTYQYNAMGSSDEYETDDYYASAHESDEEFYNCKPGTVVKVIVKNGTVGGKGGKDKAKCRGGMNKGEKDGSSSA
ASGGAKCSSPSNGNDKANGGEEEKRASCDNSGSDDSSDEDAMRKKIPATTGRAAKCETNKQSIDSDSGDSDDVYSTNNEK
KNARKSPPNNNKESPQSNNDSDSSDSDDPFSHLSRFNKSKRQKLMELSDDDDSDDDYSDDSFGRRKKPPSSSKTAAASSA
KGKKKTVLDSSSEVDSDDEYFAGGTAKGKAKGASVKKAAATTTKKTYNLSDSDSDIELLGTSSRKNPVRKSLSHSKADVQ
LGSEMKKQEKGSAAERSSAKSGGDSVTCLLSSSDEAASPRRRSPRKQPPPQKSTASSSSVASKTTEQHNPTVRADSNKTL
EQVRAAREALRQAQRYQAEDVEVELPSPVRTARAMSSNVEVVDIDVGADVGGMRMFGSQRMGGAMGVAAASNTSEVTYNG
ATIHLTLRYKDVTTCKDKNAIVRTKTDEPLNSLSSKLQAQTGYSITTMNFDGQKLDTTKTPSFYEMEDEDLVDVAVARGG
GKGGRTQSPSKIPSISDMLTIHVRRSGASSHHTFRLGKKDQLSKMVSAYCREHHLTTITLQHNGRRLDPTKSPQAEGLVS
GVCLDAVVVGAFLAAATSVGGRAIQLKFRVNGIAKDVHTITVPLKGQLQPAMAAFAKNRRCALADCKFIFDGEVLPGTAT
PESLDLEGGEIIDVKLAVNTAPQRDTDGDVVMDGTLNSTLLSAGVALGSTLASAVSALGSPIIAAAPATISIKTNRNCNK
AVRQKGWKLSNTDAISKLKHDYIKYYKSKGCNSVQFYYNNTLIRDETKSLRELGVSNGGMIYAMENGKAYTQL       
>Tpse_XP_002289815                                                              
QTGEETFFKIKRSTKMSKVFATYAGRKGVQEGSIRFLLDGERIPGDATPKTLELEDQDQIDCMLEQTGGSF         
>Tpse_XP_002295427                                                              
MARSKNSRAAPQIHHHQQHSKLHMNCKCPTCFNTSLTQSNRLATPASLGHRNASDIMHSINYHWKLISVQVKDFLLLNPR
QLNLARLIEFWSANPDRREHANQSKVAKSISGSSWFLAMNYLFLNHIDAARACLLNGAFLQQCVSTPLDDIIELCHGGTI
PLDDDVVGEKLPYYRTGFLSAPTKEMMEGYLHRALPPEYRRRMSFASQTAGNPNGASTWVSDYVNLIGFDWKSSSSCGVA
TPKRVVKGADDTTIDIIMHHTGNEQESRVSIGVSTTLKELFSNYSEDQGVSLRELRFTFAGKTLFLSSASNKTPAQLRMK
HNDTILVTPTLTTSQEEAHRSSPVKPEKLSSRGSKKKRSKSKRTKSTLAIGADRHQQHHKVLHSQALTRLFEEAEPRFKE
IRQRLNVMNLERTLPKQKKKLFPPSMHKPAYNPSMEGLAGKAGKTIYVIQVGEVENLYKSSKKSLQRAANRPQTIDLHGC
SKVEALSKLEESLPQWQETAMMGAYPFLQSIVIVCGGGNQVLSETVEQWIKQQKQNGVANAPKAVYANAA          



>Pinf_XP_002897051                                                              
MDDSDEDDDLYTPKEREAERLRKERLEQEIRQKLEKDKVLNQTRAILNKVSTTKRQTTVNNIEVISLDSESDDESDEVAP
VVPVAPVVDKGPRIILHIRSNGGAVDEIPIYKKETFDQLYTSFCELHGLPRSAVKMALDGETLPVTGSPASEDLDTGDII
EAKVDFSQQNEANKKKYLRLRLVVFGKRSEVFKIDSTATVAKLHGSYCQRHRIANPDDVAMSIQGQDLELNEKLNFYGLI
DNDEISVTVNNHVASQPQSRTIDIQLRYAKGDPLTHQVVQVRVSN                                   
>Pinf_XP_002904031                                                              
MNRSVRPENVEFTVKAAEDLVLTGKERSIVRVAANNMYSCLMQKTQRFSSLFRHYSKHHGLPRESLDFFFTNRLDPEDSP
ESVHLQKNDIILVRRRVAPTTLTLPSHNDDAYFATMRELFLSGIGSDITLDVGGDREILRAHRLILTTRCEIFEAMFRPG
AMKESWDGVVRIEDHSPEMVSKMLEFIYTNRVLDLAKLNSNQLIDLLTLSEQYLLLPLKHLCEVAAQDVLSIGNVGRFLC
AAEKFNAAYLKEYCLAFFMNHTSEIVDDENFREEIESCPSMALTIVRATTRHSGSSLEPVQKRRRLNMPFEETEYLSPST
>Pinf_XP_002903234                                                              
MADEAAPNTNQNNEEDKKKAEAITIRVKDQSGEETFFKVKPNTKMDKIFTAYAQRKGVPASALRFLLDGTRISGDQTPKM
LELEDEDQIDCALEQVGGFRC                                                           
>Pinf_XP_002909231                                                              
MQVMVTSTDGDQVAQITAEPTQQLGSVGPQLQQQFGIPANAQVLMLNGNPLRLDQTFEQAGVKEDDLLVIMRNPSAAPAA
ARPDILTAAGFTTRPGMKLHDIPANPTPEVLLDIMDKNPQLLVELQQVNPKLATALQTKSVSDVRMALMQMHMEAASRKF
EEQQEIEALERNPFDAEAQAKIAERIRLSNVQKNMEIAIEEMPEAFGHITMLYIPCEVNGTQVKAFVDSGAQSTIMSSSC
AERCGIMRLVDKRFAGQAVGVGTAKIIGRVHMAPLKIGNEFYNCSFTILDQQGVDFLFGLDMLKRHQCCIDLSKSVLRLH
EGDSFHEVSFLPEHVREIPTSENRAASAQPPATIDGVPVPASTPGSTPTSAAAVPTPPPAPVAAGGQSDQEKIAQLVGLG
FPEQRAIQALQTCNGNVEMAAGLLFESM                                                    
>Tgon_XP_002368735                                                              
MSDDKKDDAGEKEHMQLKVRSPDGSEVYFKIKKKTKLEKLMQAYCNRLGQHMDAVRFLFDGERVKPEKTPLDMGIEDGDV
IDAMVQQTGGA                                                                     
>Pfal_Q8I444_Q8I444                                                             
MGDDDSAVNNNGSSPVNNQGEHIQVKVRSPDGAEVFFKIKRKTKLEKLMEVYCNRLGQSMEAVRFLYDGDRIHGDNTPEQ
LGIEDGDVIDAMVQQTGGSF                                                            
>Ptet_Q2Q4H3_Q2Q4H3                                                             
MADQSQAEYLNLKVKSQDGEEVFFKIKKQTQFKKLMDAYCSRQNLQIQNVRFLFDGERILETQTPADIGMETGDEIDVVI
EQVGGMKCA                                                                       
>Ptet_Q2Q4H1_Q2Q4H1                                                             
MADQSQAEYLNLKVKSQDGEEVFFKIKKATQFKKLMDAYCSRQNLQIQNVRFLFDGERILETQTPADIGMETGDEIDVVI
EQVGGYKIM                                                                       
>Ptet_Q2Q4H2_Q2Q4H2                                                             
MADQSQAEYLNLKVKSQDGEEVFFKIKKQTQFKKLMDAYCSRQNLQIQNVRFLFDGERILETQTPADIGMETGDEIDVVI
EQVGGMKCV                                                                       
>Ptet_A0BY18_A0BY18                                                             
MNQAITVIITFAQKNKVYNIEIDPLTKVQELINEFHEMLHPAGNEKIQLKYQGTQLRPNQTFEEQGVRKGTQIELLVETQ
GGL                                                                             
>Ptet_A0EG33_A0EG33                                                             
MAEQQQADYLNLKVKSQDGEEVFFKIKKQTQFKKLMDAYCSRQNLQIQNVRFLFDGERILETQTPADIGMETGDEIDVVI
EQVGGQI                                                                         
>Ptet_A0D2P6_A0D2P6                                                             
MADQSQAEYLNLKVKSQDGEEVFFKIKKQTQFKKLMDAYCSRQNLQIQNVRFLFDGERILETQTPADIGMETGDEIDVVI
EQVGGYKIM                                                                       
>Ptet_A0ECQ1_A0ECQ1                                                             
MENINIIISSLSGEKLKQQVPVQTKIIDIKAIIAERKGLPIQAIILKFNAKDLDDQKTIQECNIRNGDSIILMKKIVTQK
LSNTQDLKASQIQKNEEQYKELLDFGYTEKDVIDALKKTNNNYQEALIILSNKSTENIEEEIQFKIPTQKEQYQALLSEQ
IVHELRERVSNEHEWNRTIETIQQQNLQLSVLIQQNQDQFRHLQQQHVIKNIINIEDEDLKMLIQLRDFKRNLDDKTILK
IYLQNDRDLFSTMQELENLQE                                                           
>Ptet_A0CD14_A0CD14                                                             
MNVRQIDIKLRNTKLKFQVEYKPEQTAIELMNKLIADLKFPTNAPNPIFFFKGERMDNTKTLDQQRITLPCSEIEAEFIE
KIVVTVHNEKLDSQNLKCDIINTMDELGAILLKKLNFRQDYEVRFSMNDQILNQGRNLIEVSPWENITYQIFSKHQFIYD
SKQYELEIDVTNSVSTLCTMISQMINVDSEQIQIDQMNKDDAFYFYQVSPNTELKLRIVEIQNNKQVTITIVYGQVTRQM
TILKDEKIETLMNKTKTSFFPHNYSQVNVKLIFEDIELSNNNTINQCQIANNDVIQLIVTNKLEKIQICLQHKENPGLRK
KSNISLDEQLSVLDKQVFCNKQMEYFYQGKQLDKKETFRQLQITQNDTVIEYKPIEGVQLLLKFQHLEQQNPVEIQALSN
ELLSKYIYDLIGRETNDVWVSCKNQTIDDIEQTFAALQIQNDLIFYQPTQILLQVQYKDDLYDIYQKRDKCVIDLFDKLR
EYFEIDESQDFELYYGNETVQGQLLCKKLWAACQKCYKIVPSQNGENDTQTKTYKIYIINQDRLVEFKMNHTKKISDLKQ
IFLSHYSYPENQPNEFQIRNQPNASFNEEDQLNTLNFCEFQILLKDYINVRTYDRITKDESYFEINFKSKISILIQNLKL
ENCNCNFYFQNKQINQEKTFQEIEFYDLNTIEYEVQKKQVQWIQVIVIEKNQQQEVQLLEEQTIKDVRQALNLRSADEIE
LLLSNQSAAKDEQKLKEIAQNGKLTLNQKTKINNPEQPNNQENKCLLNISIKDKRHEIEFEKNKTVEDLRQYIIQQFQQQ
SDIVIRQGNTILKPSDPIPVSFEFLIVSPLTIKVIIKINKINNQIHQRQLKPNQKVGDIIWDFVRQHSIKGNTINLAWNG
KVLDVNKTLKELGVKDGTELNLLI                                                        



>Ptet_A0C7A7_A0C7A7                                                             
MNNREIPIILVCKEKQKTYQVQVDIDSLVEDLITELHQLLQPGNQQEIVLYYNGVVLNQKKHFKDYKIVKGSTIEIIIKT
HGGRLFY                                                                         
>Tthe_XP_001020806                                                              
MTDQNANANSEYLNLKVKSQEGEEIFFKIKKTTQFKKLMDAYCQRAQVNAHNVRFLFDGDRILESHTPADLKMESGDEID
VVVEQVGGSF                                                                      
>Pmar_XP_002786718                                                              
MSDSPAENHNGEQQEQHENKEQGEQPQSLQLKVKNAEGKEVMFKLKRGTPLRKLMDAYCTREGLPSDGVRFLYDGERINR
DNTPQELDMQDQDEIDALVEQTGGCSLL                                                    
>Pmar_XP_002773190                                                              
MSDSPADNHNGEQEHQDQQEENKEQEPPQSLQLKVKNAEGKEVMFKLKRGTPLRKLMDAYCTREGLPADGVRFLYDGERI
NRDNTPQELDMQDQDEIDALVEQTGGCSLF                                                  
>Bnat_55377                                                                     
MEETKDQKPNEHLNLKVKSQDGNEVFFKVKKTTPFKRLMEAYCQKVGAEKSSVRFLFDGDRISGDQTPADLDMQDEDEID
AMVQQTGGSW*                                                                     
>Bnat_71463                                                                     
MANIQNDRLEMMEIRCELNGKEIKVMMRRNNKSGAQPRIAHLKQAIACRIQKYLKGVWTMKIFGKNLKTELQDDQTLESY
GIKNKSIVSVNVDIAQFIKIRVYSTYDINAIRIASNATVSQLLEIYERKYNSHDRLQLMFKGKSISEHVTFEAAGIKSGM
EVIVKERDEFSRSCFEETKMMDECFDEEVDSSDEKSSDTSSPLQGSLLQSQDFDNNSSHKNDEANTSNFWEDMPTKSEPS
MLDTLASMELK*                                                                    
>Bnat_89991                                                                     
MDSCRINKTSDIFGIRTPGRHYQGLFLHRRFRTVPINHCCGERRTEIMKRRNKRSSSSASSSHGPKFRFMENVQVNWKGK
WYNARVLSIDRESRRYRLECWDNGKTWLLPQTPENLIRAKYTAEVDSDGEETLGGTYSVVQEPVEFSSFRRGTSSSSEKP
ITKQNSNRQKKLCRRSRVPRLNERTSQKNIPSMNPTCFRTSSSSSRPHTGMKVEIYKNHSWVSATLELVDIKNGKSRARI
GESNDDKQILSNKMFGKDPKDEAARGKLVWRQASDDISSSPRESSLGSSRVKKRNREQQRPSPELMAMIDKHIQDILKME
RGAKMNEKDFWKIMIKRMGSNYPSPRENLRHPPDWWPYAKQRLQSVANAADNNESHASSRTSTQKRRTPLENKRKSSLTA
LQQPPQKKGHNSSESLKMPRKDNTKIVVLVKEADKPKTSKKVKLNRLFKVKKLLKNFSKRLQVAADQIRLIFDGFIIDPE
KTFEEVGIEQGDQIDLHIVGTAAAAGGGGGEAGRRRRRRRRRREDTDGQDKQLRKEKKTKNRTQQNPSVITPHSRQQQQQ
QQQQQPLQRGRKRRNPEQNHQDKTEEKKGDDRVGGDGSGSGGEGEGEFAQGNSMEDDAIAGPSTTSSIGDNKSSSNSDDA
TTVNNSRHRIEIGIVGLDKHSSQQDPTWCVGNIICGGKGGGGGHSNSLRDHVVPAQIRVKDWKPLESHWHLIQNSMMRYS
INKHAESLLLMEFSKNGIKSPFANSNSSPPHLSGNDGPEEVVGIAEAFPSSNKESNDDNCDVVHSCSFPSSPPFQFFLYW
QRGDDEDDNDDDNCSSVDNAAAAAAKKNTAGNKKINDKNPYNLHTFIIHNIMYSERSSSSLSLKKVGRDKNKKGFGARVM
EWFLQQTTRPSTHFYIFMTSYGPRTAKALCHNQQIFITNGNTSSSNSNSSSETFGRKRKDGNWTYNHDPSKDLSNVKKSD
STQNTTKKYKEQYSTQNTKKYKEHYSDVGIQSEALFDKNDIENKRREEESIKSMRTIKSSSTTSTTAAKTNCLITKSKHC
ASKETMRKKQPLLSQTSSEKQARSSLLPSIANDVQHHHQQRKLHNEKNIESSANKDGSETATNSQHTTNETTIRPIQEEK
SSSSSCPSALSSSSFEGAATSTLPSERTTDKNDGGDDDAKTSAAMRIEDSSEQDQNETRTGSSKDTENDIIEIGGVSWRC
QKRKITGIFGTDDGTYVYVPETGLEMFI*                                                   
>Bnat_90329                                                                     
MRTRSSNEKQKKPSVRNRGRKRKSEASIEEDEKLHGSDVEDSKRLSQSNQRAKSRNSSKHSQKQKVEERKGSSQDGEAAN
VEGWGEEVLKERVMECAWFQHSPVSWEDLLREYKRFMHLKALNKDVGGDEKMKFSPGDLIDRVWHLHLLDTWSYMRFCRS
LPGGMFLHHDPMGASDQQREDRKLRRECTMIAYASRYDGEAPPCEIWGDMTDEHRSNRTMKNRDGNAPERISITVRSHDG
NEVIFKVKQTTPFSRIFEAYCQKVGEEKPSVRFLFDGDRISGIQTPADYDMRDGDEINATVQRSGC*             
>Bnat_132999                                                                    
MSGNKRKREELERDDGEDKAKKKCSKRTEEEDSSDGSDSDSSDEEFTFRVNKKAMQKLSQTKEADRKEEGDLDEDFPEPE
YKRARRKAREEEEKKRHRQEGLGGQTISLDDDEKDSSSRSMNVPQEDDVLSGDEDTNDKDIIHADPEFLKSVASIRQQRL
QIAPETRDSSFEFSIEQNVSLIDDDDEDEDEEDADEIVDREVALRIAEHQRQNEAQSENEIRITLKPGEGRELKIKVFKD
SQFGEVIKRMRQHFRVNQVKLQFDGETISNNQTPMDLDMEDDDIVDMYMN*                             
>Bnat_63962                                                                     
MDAKDSKTTMHLNLVFTSQDGREVHFKVKKTTPFKRMMEAYYAKVGATEKDAFRFLHDGERIHKYQTPADVNVEDGDEIH
VMLTVDGGSW*                                                                     
>Bnat_42478                                                                     
LQDSKTRMHLNLVFKSQEGKEVYFKVKKTTPFKRMMEAYYAKVGATEQDAFRFLLDGERIHKYQTPADVNMEDGDEIYVV
LEQVGGSW*                                                                       
>Ehux_61236                                                                     
MDAFCTRLDAQRRAPDSRREALALSRRCGDAARRCVHTPAVHPAGQRQGVARSATIFVFDGEPLAANMAPKDYEMEDGDI
IDVVTPGHPEYAQQLARLTALGLGTDGPPDQAGASIFAQAVAAGEQAALEWRDRRAAEEARAGSASDTRRQRNPRSRRAG
SSSRSSRSR*                                                                      
>Ehux_59785                                                                     
EGGDAINLKVVTQDGSEIFFKAPRTSRARPARRRRACLMNAFCQRQGMSQQGVRFLFDGERLNGNQTPAE          
>Ehux_62771                                                                     
MGCTIAVKVVDQDGREDAYIVEMDNSLAPMTDQYCHTRGIGDSSRSTLRFLFDGERVNSHQTPRMLELEDGDCIDVMTEQ
LGGVEYGSRGDHGADQYSIHTYLP*                                                       



>Ehux_59784                                                                     
IRLTVVDQEGIEIFFTLKRRTRLGKLMSAYCQRQGLATQGVRFLFDGERLNAYHTPVEMDMEDGDIIDVMREQLG     
>Ehux_65130                                                                     
MGCTIAVKVVDQDGREDAYIVEMDNSLAPMMDQYCHTRGIGDSSRSTLRFLFDGERVNSHQTPRMLELEDGDCIDVMTEQ
LGGVE*                                                                          
>Ehux_67295                                                                     
KKTTALSKLMNAFCQRQGMSQQGVRFLFDGERLNGNQTPAEARRAAPLELPASSSAAPASRPPRSLALRAHSPSATPQMD
MEDGDVIDVMVEQLGGAC*                                                             
>Ehux_60830                                                                     
EVEYLNIRTVTQHGSEIFFKLKITTPFQKLMHAYCSRQGVSLSAVRFIFDGTDINETQTPAQLDMEDGDVIHVEVRQ   
>Ehux_49077                                                                     
ASSSSAELMTLRVIDEDGAEVYFTLKPTTPLKKLMHVYCNRKGVPLSNMRFLLDGQRIDEAKTPGEMGMEDGEVIVAEI 
>Ehux_49215                                                                     
KKTTPLSKLMRAFCERQGKAEDEVRFVFDGERLRSDQTPAEVDMEDGDVID                             
>Ehux_223867                                                                    
MQAELTRASDDDDDDLGGPSSSGTPSGGGGGVREGGREGGGASLSRMIWLRVVAEGVEDEGGRRLSLVRDEPLSASGGRA
LNSQWTPRQAGLSDDDTLLAIEASLAVPLSTPLRQLTEQWKAKQPAGVVPAKGKLGLSFDGEKLDLAATVGEMAKKFDLE
DDDMLDVLL*                                                                      
>Ehux_454929                                                                    
MDAFIEPVFGERSLFEFIACMLPSQADMARLTLALRSGCPLAQDELAALMSRHSMQPLAGSQRQIVTDPELGCNKDCWRT
NPDGSANFDYEPTINYLYPLRRREFMAESRQRYQDAVARALALRIPGLDAVPPFLSRIVPLGCAMHHCKKVGQECHVYSI
ESADGPVIFTFAYEIQSTMNKGCCAHDCICDMNWTANLAVLLPGATEAAAIFGVSWRILSGDCLLRPPTALCEETARACG
IDASMVGALVAVLAEMSGWGESVYDFCKEICEEYPAPERVEGQSYNPCYDKYTPRALFEGMHNAWTHYLNSLVRLQRFSD
FKRLNAIGKAEFHMRHPPPEPVRRERGNGDVYYDYYMPSRVSINGTDSLVDTSSYKKFVETNTDWGVTADDLVALTRSFG
SSDFLDPELPSDFGIAGRAEDRVEVCAKCPEDFIDKQYELNLNHFVKPCNSRYFKTYPEDCSDGTCECHPSIRHDVEELL
LASDRSSLAALAVDLDGFGARLSYDDLLDGAGDSKSITRCNVRDNDPEWQRRAKIREEAQEAAWEERMNRLRTPPTPEEA
AARRTEQQSLEQSWQEEAREMEQLAIAGLPGPPIDLSVILQDGITIDVKARTARTRSPLRVTSVAFPLLISLSLQQTRKL
SPLSELMSTVCEERGLRPSKVRFFYKGERLKGDWSPRATRMKDGDEIAVIVLEDAVTDGEQ*                  
>Ehux_49329                                                                     
INVKVVHASGEEVFFKIKKNTHLSKIKNAIGQRQGVNPQGLRLVFNGERVPSLGSETPEECGMEDGDVIDALQEQMG   
>Ehux_248024                                                                    
MADEAKPEVNKINVRVKNQGGEEIHFALKSTTKLSKMMQAYADRQGQPVDSFRFVFDGERLNPDHTVDDAGLEDQDSIDA
FQEQVGGHADKERAAPSFGK*                                                           
>Gthe_105882                                                                    
MEVKIRPAGSRAVEMAMHVESRTTAKDVKENLLGSMNLDSISKLFLVYNGKIVDDESTFEEIGVKEGDTIFSVLQDQAPT
WKLEKQEEPGPSQEKIPASLPAGQGEDDPILIRIKELENSIFHLQRSNVELQAAGPDPVYEEAIQENIVAIAKKTAEKEE
LRRLREEEAMSKGQPCQVSDSSEQRNGGDGGLYL*                                             
>Gthe_87252                                                                     
MADGEKKPPVKGEDGGEGSEHINLKVKGQDGNVVHFKIKRKTPLKKLMEAYCSRQSLQMDQIRFLFDGQRLRENQTPEEL
DMEDDDAIDAMLHQIGGTL*                                                            
>Gthe_48257                                                                     
KEGAVATENITISVKLEKCRDVSFKVKPSTAMQKLMDSYCLKQHLRIEKVRFEY                          
>Gthe_120218                                                                    
MADCYARNAQRLDAEYDAGDSEFVLDSDNDDDFEGPTVTKMSRKSKAGRKMDSKKKQKTPSAAINQYAEEGKDDDLQAPT
VTISDSDSAEDEMARLAANFMTRKNHREDERLKIIDDLLMETKRIQEGLLSAASADISAADETQEDDSECQITESTRGMD
LDLNPHEKEHPSGVHVKESKETNGPKCIVCIKAREGDKVRKFKISMNDSMNKVFEAFCKSESVAQTTVKFIFDGQLIPWT
STPTSLDMEEESENLVDARIS*                                                          
>Ngru_XP_002676040                                                              
MSDSSSDSDDDLFSHKNAKSVLDVSWSDISKKKDPVPKVKDKKPKKKKNLLDLVEDEEEEKPKEKEKKEDVLDVDLILAK
NELYNKKARRNTSSSSEGKKKRKQDDEEFIKKQLAEQQKLEKERKRKKQKQMEIIHKNDEDVIDLDSEVVEELPPVSLPS
PVTSPLLMKKPMMSFPSKPTVVKPTKAIDFKIQLMASDAFQKLEAAESFTFDDLEDDSVQEELSEAERKKIEAQVQREIE
QLNKKKELAPITTEDVEEVEDEDKGEKITISIRWNDKTISVNIHERDKFQKLKKTVAKKFEVHPDQISFKFDGATLDLNS
TPEDQAMESDDIIDCIVDLKKKVSTVSHTPATEKEPKENKGEKIVLEVRGNGKSISINFYKGEKFSKLAKGVAKQFSVAP
EKIKLMFDGLALDLNETPGDQDMENEDIIDCKFL                                              
>Tvag_XP_001315260                                                              
MVLLTFVHKGTETELSLKEDEPISTVVSFLRQKFNITAENILLIYKGREIQLQSTLKSFNYIRGTPIYTFPIDFSVHEKI
TSEYDEKQIKYELELLDFVSKGIPYDLASQILQQQNNSTILALNEHIDRKINAHNDLTPFEQCIYKDKQISAFLPENEIK
SSFINLDSATIYPCYPRKQDTETEQEKRTGFLSSTIRDLYFEHPEKIERLIKIHCPDVFQKYKENPERGLAFLGMIRYNN
KTAPIEFTYHCKPSYLNDITAEDDKNLQEFYNKGFDPETVRVHYIACNKNLWLLRKMLK                     
>Tvag_XP_001319568                                                              
MEIFIKTLTGKHILIHVEPDFLVDDLYRILSGKVGIPADQQRLVFNGKQLERGNTLKDYGIQEYSILHLVLRLVGAKPVI
YLYPEEETDVTVNIKAKDGEFSFVYPSFDHDSTWHVHAFPNGDLVHHGHHHPCLFWESLFYPSFDNGNNNDNENDNENRE



GFVIEGRQVVSFFEDTLRHINLSDREIFDFITFWCPKLIDMKYIKITFHFDDYCSQFPLSISPSPRHVNRIFFCATPLST
HISLRRPNLPTFSRDGFTVIEWGGCINTDDDRRLLK                                            
>Tvag_XP_001308216                                                              
MTRQLSIRSVKGNIYKIDVPEDATVGQAKEIFREQCDPEAKDITFIFKANRLDNSKLISSLDIKKTDFFIVHIVKKPAAP
KPAEPAPAAVAPAPAPAPQTPAPAVPRAAPLPELVQPTQQNQFDMDALVSSPQFVTAVNSLEELGFKEEEATAALKAAKG
NAELAYNFLEQGYIPSEQDIENQQNLINQLREKLTAEPSLIPQYILAIAAQHPDRAQQYMANPEQFLNDYGLDPNKFDIP
QIKEQLNAASQEIENLAASGDFADAPDSFPQQEMNPMQARLSSYSPEEQEVLKRIFEIFPNQDQFTVIQVYEACGKDENQ
TVNCLLSMM                                                                       
>Tvag_XP_001580118                                                              
MDNLDNQNTQVKEDGQEDGAGTINITITDPQGDEVLFKIKRTAKMRRLFSAYCKRMSVDPDSMRFFHQGERINDDDTPDS
LVLKDGAKIDAFVRQVAGAF                                                            
>Tvag_XP_001299693                                                              
MFINAPALKRQENSFKIIHNKTEYSVDPIKMAENSKFFAEKLLMSKDNKFEINDMHSETAFDTFIKMCNYQDANFNFEDN
IELQSIIDEWKCDKIRTHLSHIIVDNPHFYAKEDPFVERPHDQSKEQISMKKVEKPPEPQPKTPETPKKKVESASITPIQ
FKLPNTKNIEKALPATPNAKVDQPPVSQSIKLHIKTRTGNLYSISINLSDTVEKLKRNLVQRTGIPINQQLLYFKSDILK
NDSTISSLKLENRSRVYLERLDETLKGDEITIIVQHQSCSDVPYYISGSRKVDDLLTQIRFKESRNPPFDVMFNGKVLNP
QNTISSYGITDHSSVLLVFRK                                                           
>Glam_XP_001707619                                                              
MDDEGDVPPIERKPEAEVKPEQAQKIMIKVSDEHENAICFKVKMTTALSKVFDAYCSKNSLQRGDVRFYFNGARVSDTAT
PKSLDMAENDIIEVMRNQIGGH                                                          
>Tcru_XP_820363                                                                 
MIKVFCTNENGESCTIAIDPQSSVEDVAAIIEVELGVPMLEQVLVTADGKTLQSDKTLESQGIRDDTSIVVIHTAKDYRA
ARAQKEGAEEKGLSVEARPPPDRETHVSRRQGVGEEHNVQHRDPFLRQERPRQQQAGLEAARAYMSEGTQRGHVGTSRHQ
GGVPQSTDHARARIEQLFNQGAERFSGQTPLQESDPEVQRRIYESIYWENVNENLESAYEFMPELFVRVPMLFVNCEVNK
VMVKAFIDSGAQRSIMNLRTAEKCGLMRLLDTRAKGIMRGVGVRRTLGVVHMAMVNLGGLHIPLSLSIIEDDKMEFIIGL
DQLKLHRMIIDLRENCLRIADTRIPFLPDSEVPELATGDEVVDEEFEAKEDAKGQQRGFARLPEASSNTAEEDERGGQWG
RQAKKERETRNSVASTTNVSGAVSAPAQDFGTNRGNANVNKERSIAEVMAYTRMDREGAVALLEAADWNADLAVSIFLGE
>Tcru_XP_820109                                                                 
MIKVFCTNENGESCTIAIDPQSSVEDVAAIIEVELGVPMLEQVLVTADGTTLQSDKTLESQGIRDDTSIVVIHTAKDYRA
AQTQKEGAEEEGLSVEARPPPDRETHVSRRQGVGEEHNVQHRDPFLRQERPRQQQAGIEAARAYMSEGTQRGHVGTSRPQ
RGVPQSTDHARARIEQLFNQGAERFSGQTSLQESDPEVQRRIYESIYWENVNENLESAYEFMPELFVRVPMLFVNCEVNK
VMVKAFIDSGAQRSIMNLRTAEKCGLMRLLDTRAKGIMRGVGVRRTLGVVHMAMVNLGGLHIPLSLSIIDDDKMEFIIGL
DQMKLHRMIIDLRENCLRIADTRIPFLPDSEVPELATGDEVVDEEFEAKEDAKGQQRGSARPPEASSNTAEEDERGGQWG
RQAKKEREARNSVASTTNVSGAVSAPAQDFGTNRGNANVNKERSIAEVMAYTRMDREGAVALLEAADWNADLAVSIFLGE
>Tcru_XP_817420                                                                 
MEENHANDNNNNNGETGEKPAVKSETPLVSIKVVNADGAEMFFKIKCGTQLKKLFDAYCKKQGISRSSVRFLFDGSPIDE
SKTPQDLGMEDDDVIDAMVEQTGGNTF                                                     
>Tcru_XP_814269                                                                 
MEENHANDSNNNNGEAGEKPAVKSETPLVSIKVVNADGAEMFFKIKCGTQLKKLFDAYCKKQGISRSSVRFLFDGSPIDE
SKTPQELGMEDDDVIDAMVEQTGGNTF                                                     
>Lmaj_XP_001683977                                                              
MRRSLALCLHSTGACLLSAGKLSQYEQEAYESHRRFTESQTYPGPIRAATPGDTRFYMGSAETILQENERHYWRAVVDDP
HVQHLVPLRVRFKTFIWVTSGWEQRVQVVQVMAQRDSTIAELMQQVRIENQSPYLCTSSFKLCIDGKDLDELKTLADYGI
HEYSRIDAIEENDHLLHTEAERLKDWNVAEMPEDVLLRSPYKEMAMQPQPNLAPRYEAKPKGYYGKNDYSGMKQSS    
>Lmaj_XP_001687727                                                              
MQIFIKDAAGRSVAVRVSAEDTVGFLKAQANVTQGNLFFAGMCLAEEETLAAYGLSKESTVDVVIPVEGGKGKKKKKRIF
TKPKKPTHRHKLEKMRALKYFKVTENDDGSYKVERTRQDCPHPQCGAGVYMAQHKDRQYCGKCHLTYKAESK        
>Lmaj_XP_001681076                                                              
MEHPEHSNQRPEGNNNTEAPAPVKAEAAAAVSAQQISLKVVNADGAEMFFKIKRGTQLKKLIDAYCKKQGISRGSVRFLF
DGAPIDEMKTPEDLGMEDDDVIDAMVEQTGGSAVRQL                                           
                                                                                
                                                                                
*******SOCS_box***********                                                      
>Hsap_ENSP00000218249                                                           
MSAPGSPDQAYDFLLKFLLVGDRDVGKSEILESLQDGTAESPYSHLGGIDYKTTTILLDGQRVKLKLWDTSGQGRFCTIF
RSYSRGAQGVILVYDIANRWSFEGMDRWIKKIEEHAPGVPKILVGNRLHLAFKRQVPREQAQAYAERLGVTFFEVSPLCN
FNIIESFTELARIVLLRHRLNWLGRPSKVLSLQDLCCRTIVSCTPVHLVDKLPLPIALRSHLKSFSMAKGLNARMMRGLS
YSLTTSSTHKRSSLCKVKIVCPPQSPPKNCTRNSCKIS                                          
>Hsap_ENSP00000248139                                                           
MGSQGSPVKSYDYLLKFLLVGDSDVGKGEILESLQDGAAESPYAYSNGIDYKTTTILLDGRRVKLELWDTSGQGRFCTIF
RSYSRGAQGILLVYDITNRWSFDGIDRWIKEIDEHAPGVPRILVGNRLHLAFKRQVPTEQARAYAEKNCMTFFEVSPLCN
FNVIESFTELSRIVLMRHGMEKIWRPNRVFSLQDLCCRAIVSCTPVHLIDKLPLPVTIKSHLKSFSMANGMNAVMMHGRS



YSLASGAGGGGSKGNSLKRSKSIRPPQSPPQNCSRSNCKIS                                       
>Hsap_ENSP00000262394                                                           
MASFPPRVNEKEIVRLRTIGELLAPAAPFDKKCGRENWTVAFAPDGSYFAWSQGHRTVKLVPWSQCLQNFLLHGTKNVTN
SSSLRLPRQNSDGGQKNKPREHIIDCGDIVWSLAFGSSVPEKQSRCVNIEWHRFRFGQDQLLLATGLNNGRIKIWDVYTG
KLLLNLVDHTEVVRDLTFAPDGSLILVSASRDKTLRVWDLKDDGNMMKVLRGHQNWVYSCAFSPDSSMLCSVGASKAVFL
WNMDKYTMIRKLEGHHHDVVACDFSPDGALLATASYDTRVYIWDPHNGDILMEFGHLFPPPTPIFAGGANDRWVRSVSFS
HDGLHVASLADDKMVRFWRIDEDYPVQVAPLSNGLCCAFSTDGSVLAAGTHDGSVYFWATPRQVPSLQHLCRMSIRRVMP
TQEVQELPIPSKLLEFLSYRI                                                           
>Hsap_ENSP00000264607                                                           
MAEGGSPDGRAGPGSAGRNLKEWLREQFCDHPLEHCEDTRLHDAAYVGDLQTLRSLLQEESYRSRINEKSVWCCGWLPCT
PLRIAATAGHGSCVDFLIRKGAEVDLVDVKGQTALYVAVVNGHLESTQILLEAGADPNGSRHHRSTPVYHASRVGRADIL
KALIRYGADVDVNHHLTPDVQPRFSRRLTSLVVCPLYISAAYHNLQCFRLLLLAGANPDFNCNGPVNTQGFYRGSPGCVM
DAVLRHGCEAAFVSLLVEFGANLNLVKWESLGPESRGRRKVDPEALQVFKEARSVPRTLLCLCRVAVRRALGKHRLHLIP
SLPLPDPIKKFLLHE                                                                 
>Hsap_ENSP00000275699                                                           
MDTNDDPDEDHLTSYDIQLSIQESIEASKTALCPERFVPLSAQNRKLVEAIKQGHIPELQEYVKYKYAMDEADEKGWFPL
HEAVVQPIQQILEIVLDASYKTLWEFKTCDGETPLTLAVKAGLVENVRTLLEKGVWPNTKNDKGETPLLIAVKKGSYDMV
STLIKHNTSLDQPCVKRWSAMHEAAKQGRKDIVALLLKHGGNVHLRDGFGVTPLGVAAEYGHCDVLEHLIHKGGDVLALA
DDGASVLFEAAGGGNPDCISLLLEYGGSGNVPNRAGHLPIHRAAYEGHYLALKYLIPVTSKNAIRKSGLTPIHSAADGQN
AQCLELLIENGFDVNTLLADHISQSYDDERKTALYFGVSNNDVHCTEVLLAAGADPNLDPLNCLLVAVRANNYEIVRLLL
SHGANVNCYFMHVNDTRFPSVIQYALNDEVMLRLLLNNGYQVEMCFDCMHGDIFGNSFVWSEIQEEVLPGWTSCVIKDNP
FCEFITVPWMKHLVGRVTRVLIDYMDYVPLCAKLKSALEVQREWPEIRQILENPCSLKHLCRLKIRRLMGLQKLCQPASV
EKLPLPPAIQRYILFKEYDLYGQELKLT                                                    
>Hsap_ENSP00000277458                                                           
MPFLHGFRRIIFEYQPLVDAILGSLGIQDPERQESLDRPSYVASEESRILVLTELLERKAHSPFYQEGVSNALLKMAELG
LTRAADVLLRHGANLNFEDPVTYYTALHIAVLRNQPDMVELLVHHGADVNRRDRIHESSPLDLASEEPERLPCLQRLLDL
GADVNAADKHGKTALLHALASSDGVQIHNTENIRLLLEGGADVKATTKDGDTVFTCIIFLLGETVGGDKEEAQMINRFCF
QVTRLLLAHGADPSECPAHESLTHICLKSFKLHFPLLRFLLESGAAYNCSLHGASCWSGFHIIFERLCSHPGCTEDESHA
DLLRKAETVLDLMVTNSQKLQLPENFDIHPVGSLAEKIQALHFSLRQLESYPPPLKHLCRVAIRLYLQPWPVDVKVKALP
LPDRLKWYLLSEHSGSVEDDI                                                           
>Hsap_ENSP00000284142                                                           
MSKSTKLCGKTSCPRSNIFCNLLDKIVKRPSLQFLGQWGYHCYEPRIYRSLAKILRYVDLDGFDALLTDYIAFVEKSGYR
FEVSFNLDFTEICVNTILYWVFARKGNPDFVELLLKKTKDYVQDRSCNLALIWRTFTPVYCPSPLSGITPLFYVAQTRQS
NIFKILLQYGILEREKNPINIVLTIVLYPSRVRVMVDRELADIHEDAKTCLVLCSRVLSVISVKEIKTQLSLGRHPIISN
WFDYIPSTRYKDPCELLHLCRLTIRNQLLTNNMLPDGIFSLLIPARLQNYLNLEI                         
>Hsap_ENSP00000293414                                                           
MARETFPFTSSMLRSLRLQQEWLEWEDRRRAAAQQCRSRRCPSSPRARLTRPHRSCRDPAVHQALFSGNLQQVQALFQDE
EAANMIVETVSNQLAWSAEQGFWVLTPKTKQTAPLAIATARGYTDCARHLIRQGAELDARVGGRAALHEACARAQFDCVR
LLLTFGAKANVLTEEGTTPLHLCTIPESLQCAKLLLEAGATVNLAAGESQETPLHVAAARGLEQHVALYLEHGADVGLRT
SQGETALNTACAGAEGPGSCRRHQAAARRLLEAGADARAAGRKRHTPLHNACANGCGGLAELLLRYGARAEVPNGAGHTP
MDCALQAVQDSPNWEPEVLFAALLDYGAQPVRPEMLKHCANFPRALEVLLNAYPCVPSCETWVEAVLPELWKEHEAFYSS
ALCMVNQPRQLQHLARLAVRARLGSRCRQGATRLPLPPLLRDYLLLRVEGCIQ                           
>Hsap_ENSP00000296525                                                           
MSVLEENRPFAQQLSNVYFTILSLFCFKLFVKISLAILSHFYIVKGNRKEAARIAAEFYGVTQGQGSWADRSPLHEAASQ
GRLLALRTLLSQGYNVNAVTLDHVTPLHEACLGDHVACARTLLEAGANVNAITIDGVTPLFNACSQGSPSCAELLLEYGA
KAQLESCLPSPTHEAASKGHHECLDILISWGIDVDQEIPHLGTPLYVACMSQQFHCIWKLLYAGADVQKGKYWDTPLHAA
AQQSSTEIVNLLLEFGADINAKNTELLRPIDVATSSSMVERILLQHEATPSSLYQLCRLCIRSYIGKPRLHLIPQLQLPT
LLKNFLQYR                                                                       
>Hsap_ENSP00000305133                                                           
MDKVGKMWNNFKYRCQNLFGHEGGSRSENVDMNSNRCLSVKEKNISIGDSTPQQQSSPLRENIALQLGLSPSKNSSRRNQ
NCATEIPQIVEISIEKDNDSCVTPGTRLARRDSYSRHAPWGGKKKHSCSTKTQSSLDADKKFGRTRSGLQRRERRYGVSS
VHDMDSVSSRTVGSRSLRQRLQDTVGLCFPMRTYSKQSKPLFSNKRKIHLSELMLEKCPFPAGSDLAQKWHLIKQHTAPV
SPHSTFFDTFDPSLVSTEDEEDRLRERRRLSIEEGVDPPPNAQIHTFEATAQVNPLYKLGPKLAPGMTEISGDSSAIPQA
NCDSEEDTTTLCLQSRRQKQRQISGDSHTHVSRQGAWKVHTQIDYIHCLVPDLLQITGNPCYWGVMDRYEAEALLEGKPE
GTFLLRDSAQEDYLFSVSFRRYNRSLHARIEQWNHNFSFDAHDPCVFHSSTVTGLLEHYKDPSSCMFFEPLLTISLNRTF
PFSLQYICRAVICRCTTYDGIDGLPLPSMLQDFLKEYHYKQKVRVRWLEREPVKAK                        
>Hsap_ENSP00000305648                                                           
MSAPGSPDQAYDFLLKFLLVGDRDVGKSEILESLQDGAAESPYSHLGGIDYKTTTILLDGQRVKLKLWDTSGQGRFCTIF
RSYSRGAQGVILVYDIANRWSFEGMDRWIKKIEEHAPGVPKILVGNRLHLAFKRQVPREQAQAYAERLGVTFFEVSPLCN
FNIIESFTELARIVLLRHRMNWLGRPSKVLSLQDLCCRTIVSCTPVHLVDKLPLPSTLRSHLKSFSMAKGLNARMMRGLS
YSLTTSSTHKSSLCKVEIVCPPQSPPKNCTRNSCKIS                                           
>Hsap_ENSP00000311609                                                           



MGQKLSGSLKSVEVREPALRPAKRELRGAEPGRPARLDQLLDMPAAGLAVQLRHAWNPEDRSLNVFVKDDDRLTFHRHPV
AQSTDGIRGKVGHARGLHAWQINWPARQRGTHAVVGVATARAPLHSVGYTALVGSDAESWGWDLGRSRLYHDGKNQPGVA
YPAFLGPDEAFALPDSLLVVLDMDEGTLSFIVDGQYLGVAFRGLKGKKLYPVVSAVWGHCEVTMRYINGLDPEPLPLMDL
CRRSIRSALGRQRLQDISSLPLPQSLKNYLQYQ                                               
>Hsap_ENSP00000313756                                                           
MAMMPLVLHHPERQAELGSGLRDGGGAALRPPGRLVKQMDFTEAYADTCSTVGLAAREGNVKVLRKLLKKGRSVDVADNR
GWMPIHEAAYHNSVECLQMLINADSSENYIKMKTFEGFCALHLAASQGHWKIVQILLEAGADPNATTLEETTPLFLAVEN
GQIDVLRLLLQHGANVNGSHSMCGWNSLHQASFQENAEIIKLLLRKGANKECQDDFGITPLFVAAQYGKLESLSILISSG
ANVNCQALDKATPLFIAAQEGHTKCVELLLSSGADPDLYCNEDSWQLPIHAAAQMGHTKILDLLIPLTNRACDTGLNKVS
PVYSAVFGGHEDCLEILLRNGYSPDAQACLVFGFSSPVCMAFQKDCEFFGIVNILLKYGAQINELHLAYCLKYEKFSIFR
YFLRKGCSLGPWNHIYEFVNHAIKAQAKYKEWLPHLLVAGFDPLILLCNSWIDSVSIDTLIFTLEFTNWKTLAPAVERML
SARASNAWILQQHIATVPSLTHLCRLEIRSSLKSERLRSDSYISQLPLPRSLHNYLLYEDVLRMYEVPELAAIQDG    
>Hsap_ENSP00000320893                                                           
MSSSMWYIMQSIQSKYSLSERLIRTIAAIRSFPHDNVEDLIRGGADVNCTHGTLKPLHCACMVSDADCVELLLEKGAEVN
ALDGYNRTALHYAAEKDEACVEVLLEYGANPNALDGNRDTPLHWAAFKNNAECVRALLESGASVNALDYNNDTPLSWAAM
KGNLESVSILLDYGAEVRVINLIGQTPISRLVALLVRGLGTEKEDSCFELLHRAVGHFELRKNGTMPREVARDPQLCEKL
TVLCSAPGTLKTLARYAVRRSLGLQYLPDAVKGLPLPASLKEYLLLLE                                
>Hsap_ENSP00000321388                                                           
MDGTTAPVTKSGAAKLVKRNFLEALKSNDFGKLKAILIQRQIDVDTVFEVEDENMVLASYKQGYWLPSYKLKSSWATGLH
LSVLFGHVECLLVLLDHNATINCRPNGKTPLHVACEMANVDCVKILCDRGAKLNCYSLSGHTALHFCTTPSSILCAKQLV
WRGANVNMKTNNQDEETPLHTAAHFGLSELVAFYVEHGAIVDSVNAHMETPLAIAAYWALRFKEQEYSTEHHLVCRMLLD
YKAEVNARDDDFKSPLHKAAWNCDHVLMHMMLEAGAEANLMDINGCAAIQYVLKVTSVRPAAQPEICYQLLLNHGAARIY
PPQFHKVIQACHSCPKAIEVVVNAYEHIRWNTKWRRAIPDDDLEKYWDFYHSLFTVCCNSPRTLMHLSRCAIRRTLHNRC
HRAIPLLSLPLSLKKYLLLEPEGIIY                                                      
>Hsap_ENSP00000328327                                                           
MLHHHCRRNPELQEELQIQAAVAAGDVHTVRKMLEQGYSPNGRDANGWTLLHFSAARGKERCVRVFLEHGADPTVKDLIG
GFTALHYAAMHGRARIARLMLESEYRSDIINAKSNDGWTPLHVAAHYGRDSFVRLLLEFKAEVDPLSDKGTTPLQLAIIR
ERSSCVKILLDHNANIDIQNGFLLRYAVIKSNHSYCRMFLQRGADTNLGRLEDGQTPLHLSALRDDVLCARMLYNYGADT
NTRNYEGQTPLAVSISISGSSRPCLDFLQEVTRQPRNLQDLCRIKIRQCIGLQNLKLLDELPIAKVMKDYLKHKFDDI  
>Hsap_ENSP00000329418                                                           
MVAHNQVAADNAVSTAAEPRRRPEPSSSSSSSPAAPARPRPCPAVPAPAPGDTHFRTFRSHADYRRITRASALLDACGFY
WGPLSVHGAHERLRAEPVGTFLVRDSRQRNCFFALSVKMASGPTSIRVHFQAGRFHLDGSRESFDCLFELLEHYVAAPRR
MLGAPLRQRRVRPLQELCRQRIVATVGRENLARIPLNPVLRDYLSSFPFQI                             
>Hsap_ENSP00000330221                                                           
MGQKVTGGIKTVDMRDPTYRPLKQELQGLDYCKPTRLDLLLDMPPVSYDVQLLHSWNNNDRSLNVFVKEDDKLIFHRHPV
AQSTDAIRGKVGYTRGLHVWQITWAMRQRGTHAVVGVATADAPLHSVGYTTLVGNNHESWGWDLGRNRLYHDGKNQPSKT
YPAFLEPDETFIVPDSFLVALDMDDGTLSFIVDGQYMGVAFRGLKGKKLYPVVSAVWGHCEIRMRYLNGLDPEPLPLMDL
CRRSVRLALGRERLGEIHTLPLPASLKAYLLYQ                                               
>Hsap_ENSP00000330341                                                           
MVTHSKFPAAGMSRPLDTSLRLKTFSSKSEYQLVVNAVRKLQESGFYWSAVTGGEANLLLSAEPAGTFLIRDSSDQRHFF
TLSVKTQSGTKNLRIQCEGGSFSLQSDPRSTQPVPRFDCVLKLVHHYMPPPGAPSFPSPPTEPSSEVPEQPSAQPLPGSP
PRRAYYIYSGGEKIPLVLSRPLSSNVATLQHLCRKTVNGHLDSYEKVTQLPGPIREFLDQYDAPL               
>Hsap_ENSP00000330659                                                           
MVFRNVGRPPEEEDVEAAPEPGPSELLCPRHRCALDPKALPPGLALERTWGPAAGLEAQLAALGLGQPAGPGVKTVGGGC
CPCPCPPQPPPPQPQPPAAAPQAGEDPTETSDALLVLEGLESEAESLETNSCSEEELSSPGRGGGGGGRLLLQPPGPELP
PVPFPLQDLVPLGRLSRGEQQQQQQQQPPPPPPPPGPLRPLAGPSRKGSFKIRLSRLFRTKSCNGGSGGGDGTGKRPSGE
LAASAASLTDMGGSAGRELDAGRKPKLTRTQSAFSPVSFSPLFTGETVSLVDVDISQRGLTSPHPPTPPPPPRRSLSLLD
DISGTLPTSVLVAPMGSSLQSFPLPPPPPPHAPDAFPRIAPIRAAESLHSQPPQHLQCPLYRPDSSSFAASLRELEKCGW
YWGPMNWEDAEMKLKGKPDGSFLVRDSSDPRYILSLSFRSQGITHHTRMEHYRGTFSLWCHPKFEDRCQSVVEFIKRAIM
HSKNGKFLYFLRSRVPGLPPTPVQLLYPVSRFSNVKSLQHLCRFRIRQLVRIDHIPDLPLPKPLISYIRKFYYYDPQEEV
YLSLKEAQLISKQKQEVEPST                                                           
>Hsap_ENSP00000339428                                                           
MTLRCLEPSGNGGEGTRSQWGTAGSAEEPSPQAARLAKALRELGQTGWYWGSMTVNEAKEKLKEAPEGTFLIRDSSHSDY
LLTISVKTSAGPTNLRIEYQDGKFRLDSIICVKSKLKQFDSVVHLIDYYVQMCKDKRTGPEAPRNGTVHLYLTKPLYTSA
PSLQHLCRLTINKCTGAIWGLPLPTRLKDYLEEYKFQV                                          
>Hsap_ENSP00000341327                                                           
MAENNENISKNVDVRPKTSRSRSADRKDGYVWSGKKLSWSKKSESYSDAETVNGIEKTEVSLRNQERKHSCSSIELDLDH
SCGHRFLGRSLKQKLQDAVGQCFPIKNCSSRHSSGLPSKRKIHISELMLDKCPFPPRSDLAFRWHFIKRHTAPINSKSDE
WVSTDLSQTELRDGQLKRRNMEENINCFSHTNVQPCVITTDNALCREGPMTGSVMNLVSNNSIEDSDMDSDDEILTLCTS
SRKRNKPKWDLDDEILQLETPPKYHTQIDYVHCLVPDLLQINNNPCYWGVMDKYAAEALLEGKPEGTFLLRDSAQEDYLF
SVSFRRYSRSLHARIEQWNHNFSFDAHDPCVFHSPDITGLLEHYKDPSACMFFEPLLSTPLIRTFPFSLQHICRTVICNC
TTYDGIDALPIPSSMKLYLKEYHYKSKVRVLRIDAPEQQC                                        



>Hsap_ENSP00000350331                                                           
MEPRAADGCFLGDVGFWVERTPVHEAAQRGESLQLQQLIESGACVNQVTVDSITPLHAASLQGQARCVQLLLAAGAQVDA
RNIDGSTPLCDACASGSIECVKLLLSYGAKVNPPLYTASPLHEACMSGSSECVRLLIDVGANLEAHDCHFGTPLHVACAR
EHLDCVKVLLNAGANVNAAKLHETALHHAAKVKNVDLIEMLIEFGGNIYARDNRGKKPSDYTWSSSAPAKCFEYYEKTPL
TLSQLCRVNLRKATGVRGLEKIAKLNIPPRLIDYLSYN                                          
>Hsap_ENSP00000355195                                                           
MRIVLQLAKMNLMDITKIFSLLQPDKEEEDTDTEEKQALNQAVYDNDSYTLDQLLRQERYKRFINSRSGWGVPGTPLRLA
ASYGHLSCLQVLLAHGADVDSLDVKAQTPLFTAVSHGHLDCVRVLLEAGASPGGSIYNNCSPVLTAARDGAVAILQELLD
HGAEANVKAKLPVWASNIASCSGPLYLAAVYGHLDCFRLLLLHGADPDYNCTDQGLLARVPRPRTLLEICLHHNCEPEYI
QLLIDFGANIYLPSLSLDLTSQDDKGIALLLQARATPRSLLSQVRLVVRRALCQAGQPQAINQLDIPPMLISYLKHQL  
>Hsap_ENSP00000356064                                                           
MYAAVEHGPVLCSDSNILCLSWKGRVPKSEKEKPVCRRRYYEEGWLATGNGRGVVGVTFTSSHCRRDRSTPQRINFNLRG
HNSEVVLVRWNEPYQKLATCDADGGIFVWIQYEGRWSVELVNDRGAQVSDFTWSHDGTQALISYRDGFVLVGSVSGQRHW
SSEINLESQITCGIWTPDDQQVLFGTADGQVIVMDCHGRMLAHVLLHESDGVLGMSWNYPIFLVEDSSESDTDSDDYAPP
QDGPAAYPIPVQNIKPLLTVSFTSGDISLMNNYDDLSPTVIRSGLKEVVAQWCTQGDLLAVAGMERQTQLGELPNGPLLK
SAMVKFYNVRGEHIFTLDTLVQRPIISICWGHRDSRLLMASGPALYVVRVEHRVSSLQLLCQQAIASTLREDKDVSKLTL
PPRLCSYLSTAFIPTIKPPIPDPNNMRDFVSYPSAGNERLHCTMKRTEDDPEVGGPCYTLYLEYLGGLVPILKGRRISKL
RPEFVIMDPRTDSKPDEIYGNSLISTVIDSCNCSDSSDIELSDDWAAKKSPKISRASKSPKLPRISIEARKSPKLPRAAQ
ELSRSPRLPLRKPSVGSPSLTRREFPFEDITQHNYLAQVTSNIWGTKFKIVGLAAFLPTNLGAVIYKTSLLHLQPRQMTI
YLPEVRKISMDYINLPVFNPNVFSEDEDDLPVTGASGVPENSPPCTVNIPIAPIHSSAQAMSPTQSIGLVQSLLANQNVQ
LDVLTNQTTAVGTAEHAGDSATQYPVSNRYSNPGQVIFGSVEMGRIIQNPPPLSLPPPPQGPMQLSTVGHGDRDHEHLQK
SAKALRPTPQLAAEGDAVVFSAPQEVQVTKINPPPPYPGTIPAAPTTAAPPPPLPPPQPPVDVCLKKGDFSLYPTSVHYQ
TPLGYERITTFDSSGNVEEVCRPRTRMLCSQNTYTLPGPGSSATLRLTATEKKVPQPCSSATLNRLTVPRYSIPTGDPPP
YPEIASQLAQGRGAAQRSDNSLIHATLRRNNREATLKMAQLADSPRAPLQPLAKSKGGPGGVVTQLPARPPPALYTCSQC
SGTGPSSQPGASLAHTASASPLASQSSYSLLSPPDSARDRTDYVNSAFTEDEALSQHCQLEKPLRHPPLPEAAVTLKRPP
PYQWDPMLGEDVWVPQERTAQTSGPNPLKLSSLMLSQGQHLDVSRLPFISPKSPASPTATFQTGYGMGVPYPGSYNNPPL
PGVQAPCSPKDALSPTQFAQQEPAVVLQPLYPPSLSYCTLPPMYPGSSTCSSLQLPPVALHPWSSYSACPPMQNPQGTLP
PKPHLVVEKPLVSPPPADLQSHLGTEVMVETADNFQEVLSLTESPVPQRTEKFGKKNRKRLDSRAEEGSVQAITEGKVKK
EARTLSDFNSLISSPHLGREKKKVKSQKDQLKSKKLNKTNEFQDSSESEPELFISGDELMNQSQGSRKGWKSKRSPRAAG
ELEEAKCRRASEKEDGRLGSQGFVYVMANKQPLWNEATQVYQLDFGGRVTQESAKNFQIELEGRQVMQFGRIDGSAYILD
FQYPFSAVQAFAVALANVTQRLK                                                         
>Hsap_ENSP00000361596                                                           
MAAASEPVDSGALWGLERPEPPPTRFHRVHGANIRVDPSGTRATRVESFAHGVCFSREPLAPGQVFLVEIEEKELGWCGH
LRLGLTALDPASLAPVPEFSLPDLVNLGHTWVFAITRHHNRVPREGRPEAEAAAPSRPPTLLVEPYLRIEQFRIPRDRLV
GRSRPGLYSHLLDQLYELNVLPPTARRSRLGVLFCPRPDGTADMHIIINGEDMGPSARGLPAAQPLYAVVDVFASTKSVR
LVQLEYGLPSLQTLCRLVIQRSMVHRLAIDGLHLPKELKDFCKYE                                   
>Hsap_ENSP00000369855                                                           
MDGKQGGMDGSKPAGPRDFPGIRLLSNPLMGDAVSDWSPMHEAAIHGHQLSLRNLISQGWAVNIITADHVSPLHEACLGG
HLSCVKILLKHGAQVNGVTADWHTPLFNACVSGSWDCVNLLLQHGASVQPESDLASPIHEAARRGHVECVNSLIAYGGNI
DHKISHLGTPLYLACENQQRACVKKLLESGADVNQGKGQDSPLHAVARTASEELACLLMDFGADTQAKNAEGKRPVELVP
PESPLAQLFLEREGPPSLMQLCRLRIRKCFGIQQHHKITKLVLPEDLKQFLLHL                          
>Hsap_ENSP00000374252                                                           
MDNYTSDEDIDEDFDTQLIIQQSLQDIYKPGTAQHAPKDESLHSFLSADYKKIVETIEKVGKEDALSHLTKYHSAFGEAD
EIGWIPLHKAAVQLNRKILEITLSASDPSLWEQTTHNGETPLFLAVSSCLLENATFLLLNGCNPNAKNFEGNSPLLAAVL
RDCYDMAALLINYGADVNLRCANERTALHEAAKLGREDMVKLMLVSGAHPDPQSTYGFTPLALAAQSGHTEIMEMLLRKG
KIFCLASDSSSILLEAASGGNPDAVALLLEYGADANIPKNSGHLPIHVAADRGHLLALKILIPVTDLAAIKQSGISPVHC
AAAGAHPQCLELLIQAGFDVNFMLDQRINKHYDDHRKSALYFAVSNSDLSSVKLLLSAGALPNQDPVNCLQIALRMGNYE
LISLLLRHGANVNYFCRVNPLHFPSALQYTLKDEVMLRMLLNYGYDTERCFDCPHGDKVHPSYTVEGWTSTVIKDTKFCE
VITLSWLQHLSGKVVRVMLDYVDQVRICSKLKAVLQKQGIWSEIHFILTNPRSLKHLCRLKIRKCMGRLHLRCPVFMSFL
PLPNRLKAYVLYKEYDLYGQGIFTGTW                                                     
>Hsap_ENSP00000381034                                                           
MKKISLKTLRKSFNLNKSKEETDFMVVQQPSLASDFGKDDSLFGSCYGKDMASCDINGEDEKGGKNRSKSESLMGTLKRR
LSAKQKSKGKAGTPSGSSADEDTFSSSSAPIVFKDVRAQRPIRSTSLRSHHYSPAPWPLRPTNSEETCIKMEVRVKALVH
SSSPSPALNGVRKDFHDLQSETTCQEQANSLKSSASHNGDLHLHLDEHVPVVIGLMPQDYIQYTVPLDEGMYPLEGSRSY
CLDSSSPMEVSAVPPQVGGRAFPEDESQVDQDLVVAPEIFVDQSVNGLLIGTTGVMLQSPRAGHDDVPPLSPLLPPMQNN
QIQRNFSGLTGTEAHVAESMRCHLNFDPNSAPGVARVYDSVQSSGPMVVTSLTEELKKLAKQGWYWGPITRWEAEGKLAN
VPDGSFLVRDSSDDRYLLSLSFRSHGKTLHTRIEHSNGRFSFYEQPDVEGHTSIVDLIEHSIRDSENGAFCYSRSRLPGS
ATYPVRLTNPVSRFMQVRSLQYLCRFVIRQYTRIDLIQKLPLPNKMKDYLQEKHY                         
>Hsap_ENSP00000386532                                                           
MSNSDYLPDYPLNSDLVKRLKSALDAKDEERVRDLICTEITPVDAVIELANDDWMKDPSAQLPTGMLLGDLDHLKPLMDQ
FFQDANVVFEINKDEMEWQVKSPATFGLSGLWTLEYKRELTTPLCIAAAHGHTACVRHLLGRGADPDASPGGRGALHEAC
LGGHTACVRLLLQHRADPDLLSAEGLAPLHLCRTAASLGCAQALLEHGASVQRVGGTGRDTPLHVAAQRGLDEHARLYLG



RGAHVDARNGRGETALSAACGAARRPDEHGRCLRLCALLLRRGAEADARDEDERSPLHKACGHASHSLARLLLRHGADAG
ALDYGGASPLGRVLQTASCALQASPQRTVQALLNHGSPTVWPDAFPKVLKTCASVPAVIEVLFNSYPQLCLSESWKEVIP
EEVFQMHKPFYQSLFALALTPRCLQHLCRCALRRLFGKRCFDLIPLLPLPKPLQNYLLLEPQGVLH              
>Hsap_ENSP00000401369                                                           
MRGQVSLGAWDTGAFCLSVFPSCSLSLSLPLAYTSPPPHSPFPAHMLMSWSPEECKGQGEPLDDRHPLCARLVEKPSRGS
EEHLKSGPGPIVTRTASGPALAFWQAVLAGDVGCVSRILADSSTGLAPDSVFDTSDPERWRDFRFNIRALRLWSLTYEEE
LTTPLHVAASRGHTEVLRLLLRRRARPDSAPGGRTALHEACAAGHTACVHVLLVAGADPNIADQDGKRPLHLCRGPGTLE
CAELLLRFGARVDGRSEEEEETPLHVAARLGHVELADLLLRRGACPDARNAEGWTPLLAACDVRCQSITDAEATTARCLQ
LCSLLLSAGADADAADQDKQRPLHLACRRGHAAVVELLLSCGVSANTMDYGGHTPLHCALQGPAAALAQSPEHVVRALLN
HGAVRVWPGALPKVLERWSTCPRTIEVLMNTYSVVQLPEEAVGLVTPETLQKHQRFYSSLFALVRQPRSLQHLSRCALRS
HLEGSLPQALPRLPLPPRLLRYLQLDFEGVLY                                                
>Hsap_ENSP00000402044                                                           
MAIEQSLADKTRGPTTAEATASACTNRQPAHFYPWTRSTAPPESSPARAPMGLFQGVMQKYSSSLFKTSQLAPADPLIKA
IKDGDEEALKTMIKEGKNLAEPNKEGWLPLHEAAYYGQVGCLKVLQRAYPGTIDQRTLQEETAVYLATCRGHLDCLLSLL
QAGAEPDISNKSRETPLYKACERKNAEAVKILVQHNADTNHRCNRGWTALHESVSRNDLEVMQILVSGGAKVESKNAYGI
TPLFVAAQSGQLEALRFLAKYGADINTQASDNASALYEACKNEHEEVVEFLLSQGADANKTNKDGLLPLHIASKKGNYRI
VQMLLPVTSRTRIRRSGVSPLHLAAERNHDEVLEALLSARFDVNTPLAPERARLYEDRRSSALYFAVVNNNVYATELLLQ
HGADPNRDVISPLLVAIRHGCLRTMQLLLDHGANIDAYIATHPTAFPATIMFAMKCLSLLKFLMDLGCDGEPCFSCLYGN
GPHPPAPQPSSRFNDAPAADKEPSVVQFCEFVSAPEVSRWAGPIIDVLLDYVGNVQLCSRLKEHIDSFEDWAVIKEKAEP
PRPLAHLCRLRVRKAIGKYRIKLLDTLPLPGRLIRYLKYENTQ                                     
>Hsap_ENSP00000409131                                                           
MRVDRESRFLRGTGTGEAVAVEEPLLLAELKPGRPHQFDWKSSCETWSVAFSPDGSWFAWSQGHCIVKLIPWPLEEQFIP
KGFEAKSRSSKNETKGRGSPKEKTLDCGQIVWGLAFSPWPSPPSRKLWARHHPQVPDVSCLVLATGLNDGQIKIWEVQTG
LLLLNLSGHQDVVRDLSFTPSGSLILVSASRDKTLRIWDLNKHGKQIQVLSGHLQWVYCCSISPDCSMLCSAAGEKSVFL
WSMRSYTLIRKLEGHQSSVVSCDFSPDSALLVTASYDTNVIMWDPYTGERLRSLHHTQVDPAMDDSDVHISSLRSVCFSP
EGLYLATVADDRLLRIWALELKTPIAFAPMTNGLCCTFFPHGGVIATGTRDGHVQFWTAPRVLSSLKHLCRKALRSFLTT
YQVLALPIPKKMKEFLTYRTF                                                           
>Hsap_ENSP00000409346                                                           
MYLEHTSHCPHHDDDTAMDTPLPRPRPLLAVERTGQRPLWAPSLELPKPVMQPLPAGAFLEEVAEGTPAQTESEPKVLDP
EEDLLCIAKTFSYLRESGWYWGSITASEARQHLQKMPEGTFLVRDSTHPSYLFTLSVKTTRGPTNVRIEYADSSFRLDSN
CLSRPRILAFPDVVSLVQHYVASCTADTRSDSPDPAPTPALPMPKEDAPSDPALPAPPPATAVHLKLVQPFVRRSSARSL
QHLCRLVINRLVADVDCLPLPRRMADYLRQYPFQL                                             
>Hsap_ENSP00000417914                                                           
MEDGPVFYGFKNIFITMFATFFFFKLLIKVFLALLTHFYIVKGNRKEAARIAEEIYGGISDCWADRSPLHEAAAQGRLLA
LKTLIAQGVNVNLVTINRVSSLHEACLGGHVACAKALLENGAHVNGVTVHGATPLFNACCSGSAACVNVLLEFGAKAQLE
VHLASPIHEAVKRGHRECMEILLANNVNIDHEVPQLGTPLYVACTYQRVDCVKKLLELGASVDHGQWLDTPLHAAARQSN
VEVIHLLTDYGANLKRRNAQGKSALDLAAPKSSVEQALLLREGPPALSQLCRLCVRKCLGRACHQAIHKLHLPEPLERFL
LYQ                                                                             
>Hsap_ENSP00000438897                                                           
EQGLGARAAPLGAGPPPLRSAPQAGHGWGRRAVTMSALGSPVRAYDFLLKFLLVGDSDVGKGEILASLQDGAAESPYGHP
AGIDYKTTTILLDGRRVKLQLWDTSGQGRFCTIFRSYSRGAQGVILVYDIANRWSFDGIDRWIKEIDEHAPGVPKILVGN
RLHLAFKRQVPTEQAQAYAERLGVTFFEVSPLCNFNITESFTELARIVLLRHGMDRLWRPSKVLSLQDLCCRAVVSCTPV
HLVDKLPLPIALRSHLKSFSMANGLNARMMHGGSYSLTTSSTHKRSSLRKVKLVRPPQPPQKLHQKQLQNFLRKALKETR
RNLSRRSSALPPAAGGCISDPGSSRRMLLANVCDAFRVMETHYPVGLRISTWMCMKLLF                     
>Cint_ENSCINP00000006602                                                        
MTHNCTAPKKALTIVPLKSIDWKRCKNGVIPPEAVVGGTTEFGQPLYIGRTRLRENNNEFTPGLIAKPDETLLVSYGTGV
RTTKEFDVLVAIDPHITHWVPCSKGHIPDNSVIGGIDCSYLEPLYIGRTRGTLLNGRTWRGQKLKDPVLGSCGDTEVQIP
GKVHRTHRCLYIPYKGKEYLFRDYEVLALKESPASLSMLCKNVINSRLEEVCALLDDFQIEGMASDSIDRLPLPDKLKEY
CKQRGVDDCDY                                                                     
>Cint_ENSCINP00000009381                                                        
MNKKLRRLLGRRKTTDDNQNKTNKGKLPSLLSQRFNAAPNYYFKGDDLNRVNLNDDLILEKEEVADPKVSGVVRKPVKVE
EKVPDEIVIQVHNTIIETGVTMGPGCGVQEGLPPISPTQTHQALLRHSNPHTTESRVPVNQSQSTNDQQASNLSPRDPTS
SPETKLPMTSSNIPNRRDVTDATSPPVTSSVTRKNANTRDVTPRHDSVNDCDWGWVSMSGFPPESPHEEKCSHEVHHHEM
NQPPNKRVLCDLHTSCSHGDRWMTQPRCHHQCCQVYRQCCPNKRTATDAFSSCEHCDVTSSIFFTISDEDIATSRPRVLE
FGSSIHNGHCDVAMEPHCCIHGSLHDWSRGRDLSDRRTHCLHHNHRTHSHVMPPSLAFRDDVINVARQPSPFGQSSCCRR
VTSGVRDNQTFENNHVTGRNFRETGKRHFHLSQKSYAKLIAFCESRKILSAIPSRGWNQYSAGNFSPDHRRTPTLSPIHD
HEKANEVCRLARVFSTVEECTWYWGGMSGQEAKRKLRGSSPGTFLLRDSADPRYLYSLSLMTKSGPTSIRIVYNNGRFRF
DSERDDVTNESRQSQTRSDIDRRSCVVHMVLRYTSYLRQDRNNEHCCVNNTNSPSPPSEGKSERGQFMCYWVDQGGRREI
PVLLTHPLHKKTISLQHLTRICLNKNYRFWENPSLGDSLPLPIPMKNYIKRYPYPV                        
>Cint_ENSCINP00000010436                                                        
MGQKISSSSERSSRQFSFIEPILARTTRTSSNGRSNRSSNSPPKNSRRHSVKDGHHRRTHHHHHHSNGNHLSASGMESEC
PHRLDVLLDMPAVGVDVQQQHGWNSEDKSVNVFVKDNDLTVHRHPVAQSTDGVRGKVGYSRGLHCWEVTWNTRQRGTHAM



VGVCTSEAALTCMGYRSLIGQNNESWGWDLGRNKLFHGGKVHRNEKKTYPSYLESDENFVVPEKVLVVLDMDEGTLSFVA
DKQYLGVAFTGLKGKTLYPVISCVWGHCEVGIKYINGLEPAPLPMAELCRRRIRMSMGKKHLHEVEKLPLPHLLQEYVLY
R                                                                               
>Cint_ENSCINP00000016914                                                        
MVNFNSAKQIKFSANFDKEIASDVTELPSIYSGVSRWKPGRESKCCAFSSDGSKFAWCNGHGFVKVVKCNSGEDITTEEI
TSRGDSANVRLLDCGKNVVSMEFAPKLPLFQSKVNSTSLLAIGLERGSIKIWNVDTGDMVYTLADHTQSVTGLTFATKGE
PLMISCSEDFTMKVWDLGEDGNMSLTIKGHNSPIHYLALSPNDPSILASVGMGKAVYLWKLPHKRTYKKLRLLRGHNNDV
VSCSWSPDGALLATASHDTTVIVWEPFSGDQILVLGHLFPMPSPIYVGGSNGAWVKSVCFSKDGTKIATVCEDNRIRVWK
PWLQDTSMLENTIPKEGYQCRISPDGCIIAVGKQDGSVTMIKDSSTEVNSLLHLCRLAVRKSFSLSLLQTIALPPPIMEY
LAYRPSIA                                                                        
>Cint_ENSCINP00000017539                                                        
PLHAAVRKGHDYCLEALLKAFPDLVNSTNTNGETPLYLAAIHSKVRAAKKLIEYEADPNIGRNTLETPLVAAVDNDNREM
ALCLIKGGADVNKSLNRGWTALHEAVYRGHTQVLELLLAKGGNPNTRDGFGISPVFTSAACGRSICLEMLLIAGGDPNLC
AKSKSASPLYEACKEGHVDCVIRLLRHGADPHLVNCEGLYPLHIAAHKGYIEIVERLLPVTDRTLAQECGMSPVHSAAKG
DNIEILEMLIKDGYDVNRPRQTALFFAVYNDSEEATEILLEAGAETELDYVKPLLVAVSHSQYNMADLLMTYGADVNACF
NEDGAIFPATVAFALRDYRHSGVSYVIDMTTQLMLKQILVSGCDVTKCLSCHIGNRDHSRFEENEQRKSVSIAFMTSQSL
RNFCFYLTESHNVGWCGDAVRYLLQFTGSLKLCDRIMGVVRDGDEWDEIQQLTETPRSLLHLCRLKIRHLLGTKAVREQR
TFEILPLPRPLTDYLTYCDVQ                                                           
>Cint_ENSCINP00000018328                                                        
MKRFRNLSVNKRKKHLDTAVPEIDNVEPQSKDDNVPINQKAKFKFRIGKTLFRTKSAKKSSSSNESERNSTIAENKNGPS
SSLTDVQSNQDSPIKVNNSNFLNDSTQERSCQTDELSNGQAGNVQNITPKQHINGHAGGDQLHSSNYTCNNFTSQGTSEN
SPNENLYQLPSNDTHTNHSGKLSQLQEEDTVVPDSTDVYQTPESLDHGIMGATAAPVSPDVNHTFHTLTSLHVPPTMRKN
TLTNEFKKLAQQGWYWGPLTRSEAEDKLNETPNGSFLVRDSSDERYLLSLSFRSFGRTLHTRIEHSSGNFSFYENNRMQS
YDSVVDLIMDSVRDSQEAGIFCYSRTRDPLATTYPVRLIHPVSRLSQVRTLQYLCRFVIRQYTRIDHIESLPLPNPVKGY
LNESYF                                                                          
>Cint_ENSCINP00000020168                                                        
MNQFATSAGPGARRKEFQHTRRYGKASEEKKNSEHESELRVPRMNVRRANERNYNGVSCNSDENVYGEIDVNPIVSVSFP
TKSVVQAAKENDALLNFNLKISTNDIKNHTESAIDHSGFHPCTTSRLESDPEIGSNFFCHDSIPAQNNNFNDMLLLEQPK
FKVRPRRHVYHTIELPDRNDISDGTPSNNHKVKIISSPPIPPKPHYLRSGFNSKLPPKLPPKVVNANAAMKRKQLNEEYF
ENIRKSMDFNLSESDEAGLQEEAISITIPGTETHPYWTISDTTTNTTQNLTTETSSTQLETPLIKNTPLTLDVHKQRRQE
FVDSLKALKQCGWYWGNMSWEDAESMLAQRPGEEGVFLVRDSQDPLHILTLTIRSVELSIHHVRVEHTEGKFQLYDPDRG
VSRGAANCVRHPNIVTFIKLAMKHSRSGTFIYFIKTRNMGVPPVQIRLLTPISRFTCVKSLKYYVRFTIRDSVPYDSITN
LPIPHDLKEYLLNSPYFDATEDLQCALLS                                                   
>Skow_XP_002741612                                                              
MGTRHSVSWFDWRTAKTRQSSNYKHKSTPNYNHNWTELHYAASQGNLEKLQELLSIQGKQNIDRQDYYGKTPLYWSAYKG
HKDCIEELLKHGADVNSQCKHGSTPLHAVSGLYPDSTLLLIKKGADIDIEDNWGVTPMYLAACSGQIDCIRILVLSGANM
TYRNMKTGAIPKQLAEHYEFLQWLKLQSQNARSLKELCRKCIRKTLGYRHIHEVGTLDIPSCLQHYLLLEEINWNIK   
>Skow_XP_002741230                                                              
MGATNIGKPYDYMLKFLVVGDSDVGKGEILSGLEDGVADSPYGQYTNGIEHKTTTILLDGKKVKLQLWDASGQGRFCTIF
RSYSRGAQGILLVYDITNKWSFDGIDRWIKEVEEHAPGVPKILVGNRLHLAFKRQVSTDLAESYAMKNEMDFFEVSPLCD
FNIVESLTELSRKVLKRNGMERLWRPSKVLSLQDLCCQAIVKCTCIYSVDKLPLPTQLRSRLKSFGNGHHQHRYLPHRDS
KSKRSRTIPLNPYDSPPMNCRKSCCVS                                                     
>Skow_XP_002739394                                                              
MAEVGNTELINLINSGVSASELELKICEGADVNCPGKMGLAPLHHAVYEGNLDCVKLLLCHNADVNVQDHCGYSPLHLAA
KYKRIEILQELILKGADVHSRDAVGFPPLRLALQAGNHECAAYLLRKGANPNMYYKHFGYEVHMVNLSNAECLELLLQFG
ADPDAHDSRGLTALHIACQDGNVGFVQRLLKYNADIDAKSANPSKENSTPLRYAVLEDEKEITELLLLSGADPNEPDGRS
NTPLHHAATQGNIEMAKLLLKYGSNVSAKNEMMNEPLHQACRYSHDPLMIDLLLQHGADPNSVTSNKETPLLLLLWKYGR
ITKYDVEEIDRELKMKIGYLFNFGAKVRFTNDRVDPFTLLHAKLNKLVVLTESMLSLAEFAQEISVEDDIGNVSPDMPSE
ILTQLRFVKSNPKSLKHMTRLCIRNSLGERCQYKIHKLPLPQPLVKFVQYL                             
>Skow_XP_002737573                                                              
MPYNLPDSCSDNWCWNKRDKSHEVKVFGKRNQSVLFHPNWSNGTAAVRGNDALNNGRHYWEIDVSQRIFGTSMMFGVGTK
RARLHVDAFVNLLGENEESWGLSHKGLLWNRGESKIYTKPFRENEPTTIGILFDGVQGTLSYFKDGETLGVAFEGFKKIK
EDIFPIISSTAAKTEMTLIRSRRSYTSLQDRCRAVIIAHVKDEKLLEKLYLPNRLIEFIREATS                
>Skow_XP_002736871                                                              
MSRELSRPRKRPRRPQVRGNRVVVTLSTSSSSEDEHIFESERDRTKFHKYVYRRATSNGTFCDCSGNSSTNNCSCTCNEE
HSDTEWQWDNPIPPPNTTVSDVYLENREVWFHKNYSCGTAAARGSMPMIDGQHYWEIKMISPVYGTDMMVGVGTDELDLT
KYHTKFCSLLGLDHNSWGLSYTGHMQHDGTPKRYCSKFGQNTVVGVHLNTWSGTLSFYINRQPSGVAFKGLQGKKLYPVV
CSTAARTGMKIVKTRSFPTTLQFLCCDAIRRYIPKDLKVLAVLELPPGLQSFLQDNLGWLLDTCVMNEKKELCTTGTQTS
LTLRDIRHVSDP                                                                    
>Skow_XP_002736602                                                              
MDVPLPESVQKVDCQEPATRLESGSSDSSHTVHIYAHRRCLKPDGTFALRVVHSQIDYNMPCLAPDLQAVSNSSFYWGRM
SYYEAEAQLDGKPEGTFLLRDSAQNEHLFTVSFRQHDSTRHVRVKLWNNKFSIGMFSANTVCEFFEHYKDPNSDSIMLTI



PLPRRNPFTLLDLCRAVICTYMIYDDIKLLCLPSALREYLREYHYTQKSRVRTFEVEESTETEVY               
>Skow_XP_002736456                                                              
MWYMMESLQQNYSLQERLIRTIADWRAYSTDDVEDLLNQGADINGASGTLLPLHCACMVSDSHVLRLLLDRGAEVNAVDG
YQRTALHYAAEKDDICTELLIEYGADLNAPDGNQDAPLHWAAFKNNLSCVKTLLQHNAAVNIVDYNNDTPISWAAKKCNI
ESVQLLLDYGADASIANFNGDLPVMRAARLAASGLDSQDVECVELLMKASGQFDLRDLAGHLPDIIKQDPLLHDVLFNVC
ENVLPLKQLCRQAIRRNLGQCYIPNKVPGIPLPTALQNYLLLQEH                                   
>Skow_XP_002736392                                                              
MAERKKHISSLEEDPDEITVLESEDIDCESETENCTSDIRVEKKSQSLRKKLGLKLNLSSSSPKKEKRDKNRHEESTKYN
KNGTIKPQKRSRFWIFRSKSKDDAGSRRPCRHTNCSSPCCSRSRSFRERLRRRTSRENSLDHGDYGHLTCPTCRLNHQHH
HNLDNHTSGTSEVFTAKKKRMIHAIDLENFNPDDYPTTDIDEKMRRVRAKEMEEGVPVDLPSRPTLDTPVPPPARKSTPD
AMNAQLDQLECSFSNGCVIRESVQKVDCQEPIESGSVISDSSVHMVGQYGCLTPNGSYAPRTVHTQIDYIHCLVPDLQTI
SSSSFYWGRMDRYEAERQLEGKPEGTFLLRDSAQEEFLFSVSFRRYGRSLHARIEQWNHKFSFDAHDPGVFSAITVCGLL
EHYKDPNFCMFFEPMLTIPLPRRNPLMLQHLCRAVIYTYMRYDDIKLLCLPSSLREYLREYHYKQKVRVRRFEIDGPTEK
EIY                                                                             
>Skow_XP_002735679                                                              
MYLGDDDDDECDIQNMESCCYDNMSSSQAEQSFKGHCYKMLILDNEREIQKLLWRGFNANMKFEIDQVFEVLLEDLDSIH
ADDPDIYDSLSALQVAIKNGSERCVDLLLGNGAEINAEVISMALSKDGHSCRVVKLLAEYSVTKLKTEMITVINCGCVTC
LKLFLQQGTFINRESEVNSLPLHAVVELPSLTYPAVAEMLKTFCEYGADVNKENEAGETALFPAAIISDTDCVKLLLKFG
SSADKVNRSNQTALHQLFANRHCLMDCIEELILNMTNVNIVDDYGFTPLGHAIGYLYNFWEQEHYTYPMLCRINLVAMFQ
FLINHGLQADINQISYDIRSFCYRHTRRQYVKEIICLIINSFRNWQCPIEMEYICKESLEKDYQFYADIISLGLSPRSLQ
HQCRCSLRNHLVVRYASVVSDLQITSQIKNYLLLEDLCDFS                                       
>Skow_XP_002735260                                                              
MPLTRFHGNHGTNLVLSEGGVVARRTCSFANAITFSERPLKVGEVFLVEIEGQERGWSGHLRCGLTQHNPVLMTNNVDDS
SKPDQIKIPQYSMPDLANMGKTWIFAITKSHNRVPSANRENEDSSTLRPVHRKPFIEDFIGYIRCGSVNIPKHMLVGKDK
SGGELVATCNGSRIGVTYEIVDGVAEMHFLINGEDQGAAIMDQADLDRPFYCVVDVYGTTKRVRVIQLAIVRMLQEYCRD
IIRTFVPEEDVMRLPLPTKVKEYLKFQVL                                                   
>Skow_XP_002734356                                                              
MGQKVSGGIKTIARDPVYKPIHKDYIFNMELHKPSRLDILLDMPRAPKDVQNKHSWNESDRSLNIFVKEDDPMSFHRHPV
AQSTDCIRGKQGFTRGLHVWEINWSTRQRGTHAVVGVGTKNAPLHCVGYQSLVGSNCESWGWDLGRNKLYHDVKNNPGLT
YPSLLNSDENFVVPDKFLVVLDMDEGTLSFVVDGQYLGIAFRGLKGKKLYPIVSAVWGHCEITMQYIGGLDPEPLPLMDL
CRRAIRVSVGKERLHKVHDLPLPTVLRNYLLYQ                                               
>Skow_XP_002733746                                                              
MAECKEGDDEYSVWPIHDRDSLLHQAAYIGHLKKLQNCLQDKKFLKMINSKNRLGCTPLRLAATKGNTECVKCLLKHGAK
VDIPDMKAQTPLFMAVQNNQVECVKLLLEAKANYNGDSSHLCTPLYIAAMRGSLECIKSLLSHGADANSSQIVAGSFNST
PLYISFTYHHYECFKWLLCTGADPNFGLRKYMPHTTITTPTLFNVAVRRRDKVWIQLLVDFNACMDLNDDNLRKLHNYCD
NEKDFIEYLRQIIYSPRLLQSQCRLLIRNTIGKNRFHLIDRLPLPTKLIDYLLYNEW                       
>Skow_XP_002733293                                                              
MPTATKTVVAEFQGLKEKMTHGNDRHIDNETTESRFGNLPGGDRIYYYYSTNRDTQHDLDKLVDTLEILRYSCWYHGAMS
SREARKKLSYSPTGTFLVRDSQDPKHLFSLSVKTPRGTTSVRIEYTHHGKFRLDADQSVREKAPSFDCVVKLIAFYMNGE
KRTTCNNVGKQLYWLEPSGRKDTPVKLVLPLKADVPTLQHMCRLSINRSLPKDLPEHYVCRLPLPTKLKLFLNQYPYLQ 
>Skow_XP_002732766                                                              
MKTRSKLKRTDFSKTARIRLAVAKGDIFAVRRCLVEGTTPNDQDLNGWTLLHLASSRGREKVLRVLLENGGRTELRDSIG
GFTALHYAAMHGRTRIARLLLDFDQQINSAVNICSSDGWTPLHVAAHYGRDSFADLLLQHQARVDSLSDKGTTPLQLAMI
RERTACIKTLLQWKANIDVQLGFPLRYAVIKSNHSICKLLLKKGADVNLGRQEDGQTPLHLSALKDDVAACQLLHMYGAN
PTVRNHDGQTPLQISKALSLVKRPCLQFLVEITGSPRSLQDMCRLVIRHAIGPNRLDRIHYLPLSHIMINYLRFKFGE  
>Skow_XP_002732461                                                              
MAYRRYSRYRISPENPQVLLDKGLVEETKNGNIKEVAKLLEMGASVDATCYIKALFYASENYMSPLMYAASLGYTDILKL
LLNKGADPCLCDRFDVTATHWAAEKGHVQCIKLLLDNGANPSIATKYSKPGCYTARYNNSACIKELIDNGADYNAQDELG
MTSLYIASHAGHEEAVLIQLQNAIGKDILSLPMFGGVKELLRHGSDVNHHDTSGLTPLHYGICQSTDQDHRMVELLVSEG
HNVDLDYPTSSAVTEYIKSRMDRSRNMYDGLVPLQLVVFNAIDETNTRSFLHRHGLLINHNAQQPGEQQMQLVQNPQLPR
RRSKVAAFLIAYGANYDILLRPNGKRTLLQNEIFSVNDDYTVLNAIVRASDIVTVPEALPIFNIVHDQERIAEYNIMKEK
YDWLKNIAHNPQSLQHLCRYKIRQCMGKRRLKFVKNLPLPVTLKDFLMLKY                             
>Skow_XP_002732085                                                              
MGNIVVYDGCKRQVPNFPWKPFPEFASPEVVALEITEEDDSRLDDTTSYAPDAGRVVLKLDPVPSVSDWRSQTQDLLWWT
YAQFMPGDDSQLLTSVGVYVPRPGRTITGAHRHVQGRISLWNLSTQPADSTLLCQRGSATWPHCQVSPESKYLCYIGRGE
MVTQSLKDAHRDVKRRDLRMGNFRFCAVAPNGQFVAILMRVGNNFELATAYLPDLRSNEAVFCHNICPNFVGTANYSDHV
ECTFSPNSKFIAVSSSFGKLFVVKRDGLALYRLVTPGLVSLSKGLLEDARTYDFDPRYNYKMLAFSTSDKHLRVFNLETE
QCVLDEELPIDVGAAEVLKYTHDGNLLAVATISTEILMYNTESGIITYKLNPDTQDPKYGMGAMPNGYPCIIRLSFSHSG
EQLAVCSADGYIRIWQLPRFLNLQHFCRLTILRHFPANKVYSLPLPSKLVSYILYNPTR                     
>Skow_XP_002731136                                                              
MDSEVCNSDSFFQYFKQVHQIWKSLPSDVKQSTQRLYYQIIQADRSELLNQVLLAGFSPNVDFTVDDFSRNYIDSTNMAL
HNITTLSALQVSAENASYDCMKILLENGAEANQSDNTCLLYYVYKNADLPALKLLLQHGANPDERTTTGMPLLCLCALTG



DSEFVKLLVSHGASVHNADIATLATPLHYAVSNSFGNHFDCVQTLLENHANTNARNRRNETPAFLAAGQGNVRALELLQR
HGGYINIFNSTNSTALHMAFASGKTSCVELLINLIPDLNVIDLHGYTVLDLALRFQDTFHKLDNNFDQVRVDPAKYVRKL
INHGACFSKFSQEDFALLIDRSPQRIKLIGLVVNAYSNCNYISYISNTTNNHHGDDGDETDELYFEFYKSFFQAANKPRS
LQHLCRYKLRCYNGKLFCHVVESLEIPQNIKKYLLLDDPCDLM                                     
>Skow_XP_002730964                                                              
MAKQSSLIGFLIALRGPAIQEKAPLIADLKNQAHVGQTHKAGSESWTCTFAPDRSYFAWSCGNRLVRLVPWDPYRNTVGI
PLKAEHRHNDEDNNNYMQHVRTIDCGEIVWAMAFGSSVPERARKNINIHYTRFNVGKKEELVLATGLHSGRIKTWDIHKG
EILHYLIDHKEVIRDLAFAPDGSLMLVSASRDKTLKVWDLNDDGNMAITLKGHPKWVFGCCFSPDTKLLVSVGSGKSIIL
WKVLNLPKDLVLWKRLDGHYNDVVACRFSPDGALLATASWDTRVIVWDPYTGEKLKIFGHVFPPPSPIFAGGANDTWVRD
VSFSPDGSHVASIADDKYVRFWSLFDTQIPEQIAIVPNGLCCAYSPGGGVLATGTRNGNVFFFAAPMKVQTLQHLCRIVI
RKMIHDTNKIEKLFIPKSLRCYLRYKE                                                     
>Dmel_FBpp0072675                                                               
MGGSVSQVFRSGSALLSHRDGKLSKATEETIQTLFDILRANPKVSLQTLESLLIQIPKNENILAMHDDYGYNILQRSVGL
NHIDLTKWLLHRHRPDVNRSPCSLPLHIATLRGYEECVELLLRHGARIDVDTRMCFPGAHTRNCEESGKWHNNVDDVSER
LNTKLQNALFYAIDGDQYNVLSLLTQKMEEPWIPFRVKKPLLHLACERGAWNCVQQLVVTRSEEINLIMDEYYPIHHAVL
HDGRFLELLIHQGAITTVRTCTQQMTLLHVVIFAARKSAEDTLATLRILLERGCKELINAPDSLGNTPLHALIVRYALEE
ARYGYDKWSKWDVLHLVRFLLQNGAKQSINQAGNSAMACVFRHLRDWEVCYELLSMLIKENGDPNIVGRDGSVPIMVLLV
PLINKDHLHHFTHSMKVCYLNCIRMLLQHGANPNCSYRANLKPLHVLVFTVSENFTLNCDAQKRTNFDFIKNILLMLLQH
GLDCNKTYQHILQAVMDMVHNVRTCHDMECVYELTLTLIQYGADPNIVLSGKTTPGTAIFSNELATFRSSFRTNSCYLLF
YYIILITKKEFILNDPNATYTRVIHLFYLTMHHEPLFNCLKSLHNFYVAQVPSKKTEQLIALISSLYRRPRSLKQLSRWA
IYEAMNRKLAQNINCLNLPGPLKDYVLQFER                                                 
>Dmel_FBpp0073502                                                               
MGTMTKDYDYLLKVLLVGDSDVGKHEILSNLEDPSTESPFCSGNDCTSHILQTVAYKTTTILLEGKRVKLQLWDTSGQGR
FCTIIRSYSRGAQGIILVYDITNKWSFDGIDRWLKEVDEHAPGIPKVLVGNRLHLAFKRQVAAKQAETYASRNNMSCFEI
SPLCNFNIRESFCELARMALHRNGMEHIWRSNKVLSLQELCCRTIVRRTSVYAIDSLPLPPSVKSTLKSYALTTSQCFNS
LTQSSKSKNRCKTPTSSSRNSCAIA                                                       
>Dmel_FBpp0074247                                                               
MDSSIKLKDSNSNCSSNSNGNVGGGGVAGGGGSGSGGVCVSSICSSDSFSIMPPPHHELVSANSIELNAAASLSDDSGVP
LTTNSSISSGDSYRLGMCKFEIEMVESDGEVSQFDSLDNCSEGGMSAENFNTLKKGPLAPIDPPPEFQDSPQTTLVRSIS
KNIVNSLRRWTSSQSSFEHLKDDATTMVSGLATAVLPEEPHPPSQELVLLLAKTECKLDALDGQALGQMSLKESYAINKH
LYSSDSILNSHTDNIYDEPNNIVSSSLGNSVDLLDEEQSDASSCSPLPSPPPPVSIVKIKQTLCPYYQDHTRYFKAIPTE
QDNIASAKAAAAQQRFNSAGLSEIHDYDLYYGARRQPVDNSSLQRRQASLYSPLGHTSHCHYHHSHGHGHGSHHHHHHHQ
PGYGYSHGQRPNSRNSLNSRLSSSHNSLNVSSANKPDDSIFITQAMSHDALFTREISDFYNVPIDSDIYAFPVDMIEQQQ
QQQLLVEEQQQQKPAAPTYHKASRRNKRNKRKQRYAGSGTGAGTETSDGDGEKSKHGKYRTPVGVGMGQVSESEPLHMTL
DEVKQFYHTLYSDAGKPTPKPMVKSSNETIWSVSTNTTTTTARTRSSVGTTRGGGGPPGAGNGAGGASSDGGVGGGSAGG
GGGKYLSKQNKHNLDNDKLNNNNNNNNNHQPSQQQLEKPPTEHHNQHQPPNNKHVLHSEKKSQFTLNLKQRFCSIFRFRR
SNHSRCRGSGNNQTGTFASANANAAATAPLIPPIAVITSAPGAAGQTQLASELNGTLITAEADEPNADLRKKFQSRALPP
LPKKAAAYAIEAVKSEPEEVKTNAIQEPRALQFTSSIEKVKDYGWYWGPLSSEAAEKVLSSEPDGSFIVRDSSDDHYIFS
LSFKLNNCVRHVRIEQDQGTFSFGSYAKFKSQTITEFIEKAVEHSRSGRYLFFLHRRPEHGPMRVQLTNPVSRFKHVQSL
QHMCRFVILKAVIRKDLIQTLPLPRRLLDYLNYKHCYSEQVESDSSHSQISGDGTM                        
>Dmel_FBpp0078643                                                               
MSDVEVDPQQAHPHPIAAIAPRRRRPTGRRGGVTGGLSSGSLDASSSTSPPPRFCPLPNGVEDNWTWSKRHRSKEVVLRG
PNSRTVHFHPNWSKGTAGVQGKRSLNNGRHYWELHVSQRVFGTSIMFGIGTKSARLHANAFRNMLGENEHGWGLSHKGVL
WHEGVALLYTKRFRENQPTQIGVLFDGIEGTLTFYKDGKCLGVAFRGLDQIDEPLYPIVCSTAAKTEMTLKCTRREFVNL
QDRCRAVIMRRVRSAAQLEKLKLPLPIADYLSEVIDEKKPLRQVNQLEMCIMNYDLYEARE                   
>Dmel_FBpp0080594                                                               
MGHHLSKFSARANSQEKRNPTASSSPREAAALVETISLDEEELQVEEILTEATVSAATSPAEVRQIIIKIQLAKMENGNP
VAAGQVESFAEVVEQEEEQQRQCADGATDDDAAALSADSLNANGQIVNVTLEGGYGEVGVVTNRTAGSSPEAAKTERQPV
NNNGLAGSVGAAISTLQLHDNHGGNANCPLEADDDDDLDESLLRRRRSNSNSRSNIHHHHHHHQQQQQQQHEAEVVEYCE
VLESLPVSNMLSAGTQHSSKPVSRSNNSNSCCRSRSSKALSMGAATSSASGSASTSVSTSTSSKRRCCKCKCRDAIRGLR
DMLPSSSSSVSNKKDAAAVVAMVPRKSRTADRRSTPPTLGTSSGGSQRRMQSQRIRNSVAVPDASHHHHQLIIRITSPGF
VVESPNGGRVTVVTEPAPQSPQTPPRPRPLATVAPAGGAGHAGIGAARNMTVHSQIDFMHCLVPDLEKITNSSFYWGKMD
RYEAEHLLEGKPEGTFLLRDSAQEEFLFSVTFRKYGRSLHARIEQSGHKFSFDCHDPCVFTAPTVTGLLEHYKDPACVMF
FEPCLTIPLHRRQTFSLQQLSRATIVSNTSYDGINQMELPGRLKSYLKEYHYKQKLRREEQQVGFTYYEDVESGSEVDED
DDEGVNIRVSYVQHAEVVAQLQQVTTASGPSAPSSSRSSNLQEHLSRLPNRMAAAFGRMSANLNCYQKTVATPERHSNSS
>Dmel_FBpp0085143                                                               
MLSQLLQAFQRLVSQLKSQFVWVRCWLPFPRHFYGFRRETESRARLRLRVREQLRRNPANRASHQRNRRTQRRHLVMDYI
FECFFDDTFEQISRNGLQDRQSRRDVLDHLSSIIKGCSGGQNSQTDEVAAIAVTAAMRYHRMAKEQNGQVCLMGKYHNIL
YIGLRTCWDWGVRDSEVVVKLLVAIYECEKTYERIFLGALFGPHAPHFIAGWRSDFQDQHENVRAMVYFLKHATREQLTL
PVWIPRFEQERQLRFIDVPIESCGKSSPLRIALQANAPELLLILLRYGAAPQPPDGGASVIIALLDKLIEDGRNYSFELV
MCLKILLRNVVMIEMPFKPLLYAARREMFFDRYGRLLMDKIIGKEQVYGVPSLRHLCRCCIRDVMRMHNQLPSGIDTLRL
PKRLQRYIDLTEELEGPEAQDTEDKDQQRGKSSAKCKMGSEMGRLDTISSAGESEDESENQAQLLQAVTDPEKAALAAFM



ATGDGAYTEEAKKAAVEAYVAACPPDFDPDFPPISLPGEPR                                       
>Dmel_FBpp0087862                                                               
MSHGDQSQNQSSQRSQALTGGGDSPRDREKEKKGWFHSLTRRKKSDSALAVTASAAVSTSGSQNNNNEVCVLEAADSSMA
SCSNGGTGTGTLRRRRDKDKRNVFARLRRKVGQGLSSLRNWHSMGDCDDGGTTDATYEFLTPAICPEPTLPFTHDYLRFI
RKKWLEREDAHSPNQIMYKACSEMLNQVWYWGEISRRDSQRQLSDKPTGSFLVRDSETSGSQFTLSFRIVNVTLHYRLEY
RDNFWHFEELKYESIVEMIEDILHRCTNDNFVCFVKVPNEMQPPFPVILKYPLSRYSNMPKLQDLCRRVLQRQMSREQLA
QLPVPAQMLEYLSVERELVFQS                                                          
>Dmel_FBpp0088695                                                               
MHICIYMSMYVCICIFICFYMYKGGRTPSIRSSERRRPQSVSSISTLSPRVVLSRLEPREFERLRLSYKIAIDQRRSRSC
RGMNMGQKISGGVKTVSRNDSQSTFKPIIPRELQADFVKPARIDILLDMPPASRDLQLKHSWNSEDRSLNIFVKEDDKLT
FHRHPVAQSTDCIRGKVGLTKGLHIWEIYWPTRQRGTHAVVGVCTADAPLHSVGYQSLVGSTEQSWGWDLGRNKLYHDSK
NCAGVTYPAILKNDEAFLVPDKFLVALDMDEGTLSFIVDQQYLGIAFRGLRGKKLYPIVSAVWGHCEITMRYIGGLDPEP
LPLMDLCRRTIRQKIGRTNLEEHIQQLQLPLSMKTYLLYKNRR                                     
>Dmel_FBpp0289407                                                               
MEAAEQLDEAAAPAALCAPSRAAYAAAEQEDPDPDQEQDRGRESPIGSLECAPTLSSRKRQLSRFHPYHGSNIQLGDDAT
VAYRRASFADALTFSERPLAPGDIFLVEIEKIERGWSGHMRLGLTELAPNVIRTSSEGLPHFALPDLANLGNSWIYPISK
FEMNQRQDANDIIEPETDDAPHRNLLGDATHVRTPRGLLPKRLLRPAMGNGNDSDILLTDKGSRIGIIYVPTVQSDSKGE
LHFIINGVDRGPVSRDIPLNRAPLFVVIDVYGTTKQIRIIQLEGILSLQSACRNVILESFAEDAISELPLPESIKRFLLR
RD                                                                              
>Dmel_FBpp0291745                                                               
MHLHFERNINTKCDCTILSLSWMGKVPDDIPEDEGWKLNRTNYYQEGWLATGNVRGIVGVTFTTSHCRKNMDYPLRTNYN
LRGHRSDVILVKWNEPYQKLASCDSSGIIFVWIKYEGRWSIELINDRNTPVTHFSWSHDGRMALICYQDGFVLVGSVAGQ
RYWSSMLNLESTITCGIWTPDDQQVYFGTTQGQVIVMDVHGAMVSQVQLSNDVPITSMAWSCEKFKMEEGEEAEPGVTNA
AKRSFVLAVSFQNGYIYLLKSFDDVSPAHINTCLNGALGMVMEWSNSRELLAVAGTLRTGVDGTKTEDMGTPSCYTNLVK
FYTETGTCLYQAHIPCSSATVSAITWGHNDKRLFIATGTQVHIAWVSRRVASLQLLCRLEIQASVGSESLLPLLPLPSRI
KSLIGNLFAQTIRCCVPDLKSLRDFVSRPPLCSTRLHCTMIRHDDDSNLSSGTCYTLYLEYLGGLVPLLKGKRTSKIRPE
FVIFDPQVNDSPLYFQYSAEAKSSSGSSQSTTTGNSGRTDSSDSDFEERSRFGSPRTPRKKRVRPKRRHQAGDRLSASGG
GVSNDPDSLDELAYVDTLPEEVKLVEVTSNIWGTKFKIHGLAKTVPANLGQVTYKTSLLHLQPRQMTLVITELRDDFPPG
PDPSFNPNIFSEDEDEHHQHQGIHHDAVPQVNVITAQDGASLKPPIIPQRRLTDGASAPLIAPMSPRPNRILARHKNSLT
VNGERGSGSSAGLSPLARAESYDDDSSNESQEAGAAGSQSTTVLLHQAPSNGSGPGPSCSKSITRPKTISSFKNSYSRSS
SNSSCQSRHAISPLYCDGAVPTLQSPKNAVAPSDIIFERPAVPAAGQTTLMSYSSNADYANNVVQVKNALMSEPVRSANS
HVNPVPLNLNLNLERMDARVKCTAPTTSSTAKRREMLYIDEETQSPTPTPSSSSMKRTPTVVSIAPALPDSITRSCSVGY
LDSVAITPSDEALSALRKDAPNKRLILVDKKRNRRKRQQQEDARRHKLQQTGKSKSLDSCDLLSLQTKLSSKEHEQVVRK
LQEISDSSACSSAANTLCFKCRNNMSPSSACKRCQPSASSVLDEITAVVPAVEPAKESPAVQAKPAPKKRFDVITSFTDS
PLFTRKHRFGIGRSKETAGTENSTPLLGRKQDNGFSFVKQLSEVRWRRKEQPAQAQVNGSSNASTLERQPQPEITGAACG
TVEATPVEAKASVSLHTQALTTLENIISRLRDLDEGRLTPPSTPQRLPRSSPASPAASKKNKRQQSNSPIRHILNSPLLN
RRQRKKQSIIESSDDEGNQTNGSGEESNNAGNGKQYRDLETFQKAQLRQKLKRGKIEPNGSASCANPAPVRREFVMHNKA
PMWNEMSQVYQLDFGGRVTQESAKNFQIEFRGKQVMQFGRIDGNAYTLDFQYPFSALQAFAVALANVTQRLK        
>Cele_F39B2_5_1                                                                 
MPSNKVICSDLYDCDWYWGDLDWKWAERLLLLCPIGYFLIRDSRSETHLFTVSYHFQDRVYHSRLSLEDSRRNLGSRQPY
VSRDYWNLVEIIERSLEQSLTGQQEMLHYRRGHEAEAARVNLTRPLTKRELLPSLQYLCRFTLKTSQQKPPTPKTAPLPP
TILKYLSDSKWIIPDLKKCEEQLKLRFCVINN                                                
>Cele_M60_7                                                                     
MMESHDDFESQSQLQRALADKITNYAPIEEIRYILLRGAQVDGQVTAGLTPLHYACYINYQAAAKLLLNLGAKVQAVDNI
GCSALHLCAEHGHYRMIKLLLQYMKVVEQYETPEFRAGDKYPQRENVDEPLRLAIKNGHYDCARLLLTNGANANAIYFDG
PEITQVSPLDTNFLELLLEFGADPNVFDRKGLTPIMKACRLRDKGIEAIRILLKSALHFALLSGNHDLVKFMIANGSNVN
MDEKYEKPSPIDIAVLKDDPHLLKIVLDAGANPNAVHTYIGSCLHLASCSSLLNQYQIVELLLEHGADMNLQHQFPDGSR
LKSPFVEYFRSNDSIDAKVVKLFITHGAKVVMRNPLHDCRGQLRNVLKLAALQNQPEVLELLLGLGEQYDNKAIERLPLP
TQLKTDISERAKNPHSLQHLCRIQIRDTVQTSEYKTLPIPEYLKAYLLGLIP                            
>Cele_Y46E12BL_3                                                                
MGSRPEKFDRILQMAPPNRLIQEQHSWNPDDRSPNIIVKDQDKLTLYRHPVPNCTDCIRGKMGYSRGFHVWQIEWPERQR
GTHAVVGVATKNAPLQAAEYTTLVGSNNESYGWNIATRECHYGSWKWKYPYGNGRDGFNVPEKIYCILDMEQGNLSFATD
NEYLGVVFQNLRGKRLYPAVATLYGDCEITMTHLGSLEPVEMLPLFELCRRRFRSIMGPDPDKRIKPLMIPPVMKEYLLY
EIE                                                                             
>Ctel_213666                                                                    
MGGLLATDSEDLPAERNAKPWARVGTTHFTNWTKTASILWNFDPNINYSFFREPRLQPWCLGNRHFTVEILETNNGLYGT
NLEVTQRRQRSSNSTQHKVHLPLTLHTAPPPFKDLRASGLKPLQVVGSRGDLAVLQVVRPGEFMQFLVVNLRTGDYVGRH
VEPLRGDPYLCEVILSPDCKKFILKPNSIFLSDFMGETADTVPCEMKLVSIEDGQCVVDRVFMEEGCVHYVVSFDPRYGH
SRAAVGNYDGGKTVCIFDLQQNELAAESDPRQPAQTSRNLVFSPNGQYLASLVFTASYQAGLHSFPKVNIYETEHLFLLQ
RISCAKMFCVALIPAVLFPLFSECGTRLAVAYGRNIDIMGSVFGQELAFVEIYRVPVKHSLQSLCRVAVRRAVSRENVLQ
LPIPRRIKDYLLYRPRYQ*                                                             
>Ctel_220515                                                                    



MAKSGEPVYVVNLPGYSITEALSMKFQKYTDLPLIIRRRGRCWPMRKRTTCLQIMLIQAAVTFLIVSVEYLYIAGGHVTL
NERSEERPGLLDSLNSAYQLNQTQNQDDEPRVADPLEAPNDHIPRQNDKYDPNSIREGFFARPPGLTFNHVNVNPQDRET
NIRPAAAQFIHPLEPVAYRQPAQPLKSPNLAEQYKHLAEGALNKELSSLQQQMAQASLRLKDIMDSQHLRLIGDYNGLRR
LHQDHHIDVPLIISMNKMNTLVRRVAEGAEETMCTLADRLSSPSTSRRRDMEEDPSSESEMSPTTDDSDDECPVSEAIQT
VFKGFMKDLPVVNLDKVAATLDYTTENFLLVEDRDHYNILHKAIILSHKKLFNLILNANCDVNCSNGKSCMQSEKCRHPH
LGILHLACFLGREYFVSSLIERGSDVRAKKRVYTSALLNCPAELQPPVFALGEPDQVVEWTNNCGLREPAYFAVLGDHAT
ILKHLFDLIRPHKETEYLNLLPLSCRVGSYKCLEFLIQEYPHAVNRLDADGMPPLLMAMKHGLRFVNLLLRSGANIDILE
DLWQPGVNILHFLFLSLPLPDQSTKRLCSTIDEFVKRGADIDSRGQHSLETPLHILARAINTFWCFNLNHLERNSHASVK
HQAEYESTLLDIVTHLVSLDCDVNLPDCYGRTALHLLCSSGKHILRFRLGRSALVRPEIRQMLGTRSCGLDNTMRACDII
IRSESFDVAKLRRPTPQAVLIRTLLNYDPHREARQLPIGLSSIDVLTCPDVTSSYLRLYRLIGGDLKVHTEDGLPPLLML
WSSMKDKSTMAKILYTESITSAVCELSAVMMDLGATTECMTRYLHREKRAIGVFDFLLTVLQDLQENYLNLSRTTSELKV
LRDFVHLFVQYGAHTVVHRDLLYGHSADESIPDAPWCNYLPEHSFLFQVLQFGALNLQYVSRGPFFAELSELLLNEINQY
TLSEVVNVVYVRLMSMHEPDTCSCGQCGPFMQILLRHHKQPKSLKQFCRNAILNNIEVLSPCKIHRLSLPPSLCGYLLYH
DIVPQQ*                                                                         
>Ctel_133111                                                                    
MPGEPSGGLRAPTQPSLTLLPRLPPAVHRHGCPEEWTWDPRDCSPEVRLNGARLQTALFHPNWSNGTAGVRGTRSLNRHG
AHYWEIHVQRRLFGTSMMFGIATKKARLHVDAFVNLLGEDEHSWGLSHKGMLWHGGRCRPYTRPFRENESTVVGVLYDAI
QGTLTFYRDGVCLGIAFSGLHRVLGGLYPAVCSTAAKTEMTLGVTIRAFDSLEDRCRSAIARLLQQNDAIEKLPLPNRVK
TDLRTLMQADGQRFSDEGARSLAEGVIACR*                                                 
>Ctel_108261                                                                    
MNMGQKVSGGIKTISREPTYRALNREHIYNPDFQKPSRLDMLLDMPVAGKDVQVTRSWNAEDRSLNIFVKDDDKMTFHRH
PVAQSTDCIRGRMGFTRGLHVWEIHWSTRQRGTHAVVGVATKDAPLHCVGYTSLVGSNNESWGWDLGRNKLYHDTKNAAA
GIVYPSTLSADENFVVPDSFLIVLDMDEGTLSFIVDGQYLGVAFRGLKGKKLYPIVSAVWGHCEITMKYIGGLDPEPLPL
TELCRRTIRHQLGKNRLQNTHKLPLPNSLKNYLLFQ*                                           
>Ctel_224507                                                                    
MPVTRFHPYHGENIRLYDDSMVAFRENSFAHAINFSETPLKPREIFLIEIVKNERGWSGHLRIGLTQHNPASRFKLPQYA
LPDLANLGQSWIFAVTKSHNKVFEEDPNGDCTQPYHSILGEGDYVSTYRGVFKRSLLRPLPRIEADGAIGGEGSGDEDSC
ESILPTDVGSRIGIMYVVKQNKAEMHFILNGEDQGPCAKDIPYGDKPLYAVVDVYGTTKTVRIVQLLGVSTLQNACRDVI
LQQLKSRSDINQLPIPVEENRVALLQYAKP*                                                 
>Ctel_38969                                                                     
SLSKEILKLSRYGWYWGPITRVEAEEKLLNQPDGAFLVRDSSDDRYLLSLSFRSYGRTLHTRIEHCNGVFSFYAQPESEG
YSSIFDLIENSMNDSQSGVFCYSRARTPGSPSFPVRLTKPVSRFMQVRSLQYLCRFVIREFTRVDHIQKLPLPNRIKGWL
EENQY                                                                           
>Ctel_224798                                                                    
MSRSNSSSGGWVNRFWFAIENNDQRALRQMVQSGADVNHTFKEHGHRRYGLSPLFIAVCKNNRDLAGVLVSLGADVNGTN
VEGDTVLFSAVRLGKLSMVKHLLALGAHVNCTNRHAESVLFYAIRNGRTDLVQYLISQQCHVNHISKQGSTALLEALHVY
DKACSQRHPTRRSAPSNMADIIQTLIPLTEAINHQHPNLGSALRLAVNIETVHFRSSLTLSKLLLRHGAIPDRLFFLRFG
GLNASTSTPGSEFFTVHFFRLAQLAGANLQRERPWLQTVLDEMRQELKPYEKLFQDLLEEACSPMSLQTICLISIRQFLG
GRLWVKVDQLPLPHTVKDCLKLKHVDNDV*                                                  
>Ctel_227341                                                                    
MDYVYSCTNDDLTETYPPFQLLPSDMSNYSEVVDSTVTTEERELMQAVKRKDLQAVRDILSHSSRDSLNLNAHILHTTAL
CLAASTGLSEMCKVLINAENREIDINQTNACGETPLLLSIKNCHMETAQLLVELGAQLLLEAGCEKDWQNRFGVTALYES
VIRGNLCVTKVLLKAGCDPNLGDKYGKTPLHVLAQEYYAQGTCNNIAILRLLLKNRNLDVKREDKAGDRAGDLAVQCNKA
WLLRPLLLRASSENAHVHRVDALTIAIHNELIDVAKLLLQAHPCHRIEETAESLLRLDHYSCLGTMLHQSGVVLPKSISK
FIEIVHPNLRLPSLQSICRKSLRQHLKYKTLDVIHKLTFPKSLKRYLLFEDEMNEEHTISEYHYQNYFFQNSISIRV*  
>Ctel_182147                                                                    
MPSHVPYAPILFERSCRSPIPMKEQALHGAVGRGDVAAVSKLLQRGHNVNCMNSQGETPLHQAIEQQNVTLVRLLLKQGA
DPSRTPNYGVSTLCQAVESDNLEIVQLVIQTHADFSAELQLNTQLNPLLLAIVRESVDITRLLLRHGACVEVTNERGETP
LVLAGMGTDPDKQLQLAILLMSHGADPSAKDAHGHEAVHYSWHNTFTAYMREYTCQPSTVLSLKSLSRKRILDHLVLHSG
QPTVDEGVQPLPLPPPLKEFLLFNNQL*                                                    
>Ctel_152982                                                                    
MLIASKHGYYDAMETLLDNGAVVNYNDQSEASKALAYLTIHPLNSAIENNHTDCVELLLKRGCDPNQKYFLGNEINLVPL
EHIECLEMLLKYGADPNAVSRGGLTALMKAFAITEGRADVCLLLLDHGANPNEIDTEGVSLLQIACATSALPNQYTIIEM
LLNHSANPNYFGAYPSLAGPTLTPLVEYFTNNDTIDFSLVKLLVKYGSGVNITQPTRLFKILDAQGLLPQIRKLRPYEEI
FHFLINVAQKFDLRAIKVESSLSNGQKETLLVRASHPTSLKHQSRLLIRKTLCLPVLKSLRLLPLPKYLVNFLEFEAD* 
>Ctel_37001                                                                     
PLHVAVMSCQLECVQKLLRAGADVNIRSRGDLLTPLMKAAELCQHDIVEALLAAGADATQTDAQGFSPLRYAIESHGGVS
MAKTLVAHGANVNAASTDVHETPLMVALGIGDQGVTDFLLEKNADIEACTHLKESTLVRAVAAENVEIVRLILQRHSKLE
ALAATDCALVEACQVGSLEIARLLVDHGWNLRTTDWHSKKSCLVVAAQLPESARFIQSTSNQPRSLTSMCRIVIRKSLQP
SLEEHIQELPLPEHLKQFI                                                             
>Ctel_195059                                                                    
MGSASSRRLPHHADAITATYDLDSEGRDLWRLVYCENLQTWKYSAVLWGFDARMDYTSNVKARLQPWCTHGRHFAVHYDL



PPKVMERPYFLVTITEDCFKQNTYVRLPCSYRSQLHMELEPSGHYLKPLQVVGYKDGIAILQANCSNINHQVSMDFVVVH
MKTETVLSVHSETASTRHYLCDCIISPDLSSFVLKPNAMYVLNFCRGEYRNAMQVISCRGNQVSTLLDGSAVRSFVAFDP
RFKSRRIAIGNYLKNGRDITCIYDLEDDQVVLECLSSQYQTTHNIAFSADGTYLASLILGRSVKDGLFNFPRVLIYTSAD
LSVTHVIRTSNLAEVPTLSPSALFPVFSDTGRHLAIACGEQGTFYQQVAAVNVYKVPQELNLQSLCRLKIREHFDHQDCE
RLPLPSKLKAFLRFQPSYG*                                                            
>Ctel_227632                                                                    
MHCHYTRPGYYRSFDTVPIYEYDLEKNGVHLQPAFKAIQQQGQGVTELLNQIPNHLLDHRWRGISLLSKAVLHRNIAAVE
NLLQRGVDTTSCSQVFDQEGQQLRLETPLITAARTGFVAGVEALTLAKAVLEMKDKTTGKTALHWACLHSFSREAVIVLA
HFGADPNSRDKYLESPMAKVIRNKDTELVKVFLDCGFHLSQSVNYQNESALIYAVSMGAVLIAKCLICAGCDTSVTDRYD
NDILTVTLTSEILAPFEILDLVKMLLKAGASVDASHVAKAKQKKLTEVALMLALNLKNPPLLMAQCRRVIRKYLKLCSAD
QCILPALETLPVPPLMLKYLALLSA*                                                      
>Ctel_169898                                                                    
MYHCDPDLVNCYGKTAIHYLSMKGHYEAMEALIQIGASVSSIDADGMMPISYACKYNRLQAVKCLLRANCCVEAASDTPL
ELALRARHFVVAKLLILAGSRLGALEQWVGDVQSAKAEHAQHQMLLFDEQQEPFERCDEERAVGWFQDWLHSPHSLRQIC
RIWLRQHLGAGLRRREEELPLPQSMKDYLTLKEVEDHHLE*                                       
>Ctel_86187                                                                     
VHTQVDYIHCMVPDLLAITRCSFYWGVMDRYEAERLLDGRPEGTFLLRDSAQEEFLFSVSFRRYGRSLHARIEQWNHKFS
FDSHDPGVFASDTVCGLIEHYKDPSCCMFFEPMLTLPLHRSFPFSLQHLCRAAICDKITYDGINFIPLPKPLREYLKYYH
YKQKVRVRRFE                                                                     
>Ctel_222360                                                                    
MGQRNSRLRKRGSRSKSSSREIEKPNIHIDVPVGEPWALLFSDCLEEWRQYADTYGFNDYPYRCTDIADGCDRDQVCLKK
ARALLHQKTQLIEIQRCRRGPSLVSYADHWDVRLRLAECYQINQIIAAMRGQLVLVILYLWQTLQYQASFLLIDTSTDEI
VSYFESPKANMSIIECKISPDGSRVAVLFYSKKDMQSPFQYNLYIFSADTGQVVCVVDCNNQVRPYITFDPRYGSSHVAI
VNYSNEESGHTNSLVIYDLDAGQVVSTSHVTLSLICGIGYFCANFSRDGNYLVLQKITENMNRGYCYTDSYVFDAYSLKL
LKHIYAHLQPLSTVCDSNYAPTFSRCSSRMCMLSEEGSSLPRLCISVYQLPDPMGLQQKCRRAIVRSLKTMADVDALPLP
TKLKRFLKFIPQAP*                                                                 
>Ctel_215292                                                                    
MGADQSSVGPAPQRNPAQTFSRSITRAKAAKECRHSAWSKVHTCTYSQWLRGHSNVFGFDHKHLKNEKDSVLHNIQPYCT
RGYQFSIEKLEEQATNRGLQAAVELRGTPCYPAHAPSVSIIGYQRHIAILQVLYKKTKEVHFIAIDLKSGQHLSVYKDIY
INGPCIYEAYLSPDESLYLLRPNFFFAYSRCSDPFTTFAITKDIQVISIMDYESKVINVIEDISSLWLSVAFHPLSGHSM
VALGNYTVDENTHQVSLFDLDKMKVAVCSEPYPSVVCHHLTFNPTGTLLVSYGVRLVWPRVDLILPDTVFFFSPDDFTLL
KVINTGSVSVNHLQASLSPLFSKTGEFMALTGPQGDVISIYKMPAETSLRHLCRLKILHHFPDDVIPQLPLPQKLKNFIL
CLPHLNVLHGYQDNNAPFSGRNFDIYNK*                                                   
>Ctel_194485                                                                    
MGTCISGMVNAATRLHDFWIDMRWRNANENDFNAIAEMRISSTPAVNNSIHLAVVNKNVEGIQRILRENPEAAQEENSAG
ETPLHQACCLGYLRMIDTLLHNGCTPRCITTQGTPLHSILKAVHSKYIREEQCALVIAQLLHADCPIDAVDRGNKTAFFC
AVEMGNLTAAEILLDCGADANQKESNCFSPLYMAAINGDLRLVRFLLRCPSVDIDTTDSCGRTPLIASLITITNTFRYER
MPQTNVEDAHSRQLHEFNSIAIVEALLKAGADPNIEDEYHRTAILIAFAALELDCIHQTKGPLSLIPFPVTDGNQLPESS
SFSESVYAPLVRLLILSGAYLPDREQERYTKGPQWIKQLYTEGKSALGLDIMKPPLKLVHICRLAIRSHMADVSRLHQVH
QLPVPPNLREYLLIKYI*                                                              
>Ctel_229389                                                                    
MSNDEPSSNSTRRSRRIAGLNPSMSDSRHVDDDIDESTTQAEGNSMTMQEEASASLDAENASTSAANQADREGNQDAWVA
SLCGNSEGSPSSNSASAAPSNQSSSHPSPLAGHGDLNAGLPSFACSSAGRAARGRECSRCRLSHPLRSQLGILRSTFPES
SNSEPFPVRGESFCTCTQLSQRRELQCSCGEEDTVFEWDWDVQSKSSACDLTDDRREVHFHVNYSSGTAAARGSHAMTDR
QHFWEIKMTTPVYGTDMMVGVGTEAADLDAYRYNFCSLLGRDAESWGLSYYGRLHHKGNIIQLQGSRFGQGSIIGVHLDM
WRGILSFYKNRRPLGVGYTGLSGKVLFPMVSSTAARTGMRLIKASSFPTSLQFLCCQVLREIIPSHLDVINELKLPPGLQ
AFLTNNLSWLLRPNELSEANALSQRHDPSLRKRSWSRRFPLEAAASSSDEEDAVHSVRGSSRYKRRRKEGYLRTDRSQVE
EEEEYEDPSSSEESSRDSASACGQSGSQHLRS*                                               
>Ctel_162329                                                                    
MGHAASKVIEVEGPFSSKHHDTSCPLRLLVVKRDFVPFLEELKSRIHTGHGSIGFASPALLQRCSGSSNPKPGDFQDIHD
DVLSYKADHGPETAHFVYVRCSCKGRYAGLDINRLDSRGMAAIHVAVRRGDPDMLTLLLNLGANAAKASRWGLTPLHIAC
ETGNQPAVANLLHEAGVDPNETEQLDLKNIGNERRTPLIVAATHGHTECLLELLNKNADCNLCDYKGNTALHKAAVYGVN
SSIAPLLKYGAELNAQNHLGLTALHLALMQTHKGIVKDLLKAGATVTHKCDAHLPSILSVAAMTGEVQVLDQCIAAQQNI
DEIDASDRTPLYYTFTGDVRRLRRSYPAIEEQGICFDFHHAMLPERRFTFRRLIEHGADIERMLKDALWHDALSSKHFTL
HQYTELFGVCLCSCGLAGFSNADVDQLFWKLLSRNNERLVRVLLNALPRLCGHLRPKFCEVLDWTGAHTDDAVVRHLENA
GADASTAEWVLRQTQGARSLRDWSRQAIRSTISANVAYRAPRLPLPNRLIDFVMMTEFDDEISCRKRT*           
>Ctel_206254                                                                    
MGVMLSHECDGQLFLPDSPLAPFPVDKRRPAGSVVLVYSALPKGVKFDNQPEHMYWWSDVQFVPYKDNQLVNSVGAFVFR
PGRVPLVANHNLHGLLYTMHLEDRLRVEVLRGTKTSASPNVCMHPDGKQACFVGCSDFHMMNLNTLNLTTKTSHSMDSQF
KSLATSPNGNYIAVVAKCSIHVQLSTYIRDGNFLVNYCRIQCHKVCPGFRATRTYTDFLECRFSADSSLIAVGSSIGMLM
VVRRADLSHYCNVIPDLYDANQKKLSNERCFDFDPRYRNRYIAFATCGNEVIITDLEASLTNLSIKVEPRESEAFELDSL
KYSSDGSVVAVATSTARIELFSTLDGSLQYSLDATKIRPEDSMRLLSNNRLPKVIRMSFSTVGEHLAVSSTDGCIRVWQL



PPEMRLQQLCRFAIMRYVKARDIPKLPLPRKLLLFLLRWPQ*                                      
>Ctel_179895                                                                    
MGKGRPFPDAINEDEIDQAELVDHLTPARNAQSLQKAGHETWTCAWSPDGQYFAWSCGSRLVKLLPWNRTKHQLVHDDRD
CVTIDAGYLIWSVAFGSSTAETRPHSMNLNWYRYKKFNDLTLATGLENGRIRTWNVRTGQLILELLDHQDVIRDLKFAPD
GSLRLVSGSRDGKLKVWDMDDDGNMMKTLQSGMKWVYACAWSPDAKTLCSVGDGRSVVLWDMDSYQKRARLDGHNHQVCS
CDFSPDGALLVTASYDTQVIVWDPASLNRLATLSHMHPPPSPIFAGGANGAYVRGVSFSHDGHHIATVADDAYVRFWNFS
YPGCPEQVAPLQNGLCCSFSPDGAVLAVGSRDGTVSMLLSPMRVSSLQHLCRMAIRRLLPSTKVDQLQMPVRMKKFLNYI
HPLCP*                                                                          
>Ctel_194797                                                                    
MTISEINNTEEMRTLSQKVWRGLHNQLSGIYQYLHLVFGTSAYQPTAPSDETVNLVNSLFALLQQLQSVRDSALIVRAVE
LLNQCEDLDALPEVLNESGFNLMQQAVLHDDTDFLLMLIQEGLNLNKGKCSLPLHLTCKVGNLPLVKFLLHHGADPNMEI
GMCYPKPHLPVRHVPSRFHFLETDIFSCDSDHQLPVMYAIQEDHLQVVRCLIDEGGHWPSHRRPLHHACKYGAFNSMRYL
TEIRPQEVRAIDHQGWTPLLHAVQWGRRFVEYMEENGSDMHARTPSEQTALHLLFQKVCDPSELYDTSRFLLGTGLEEDV
NAVDCSGNSALHALIGQVNRGADSFPTSSTEDLNQDDFNLQVLETLRLLLGHNCDPNIVNNSGITSLHKLILTFDFVISN
DPAGITLETLPMREKYCIDLDTLHDAMGMLLSHGADPNTATGAGRTPLVLLLHSMLDVDPTRLPEFHSGLLHCLQLLCEK
GARPSDSPSTHSATISTISKLCQRCLLLRDPAVKETMHHFIKDVLSLLLSQGLDSNRRTLIRRKEQQTLGSCNLLIELVK
LAQHIRQPSDFSFIHDWTLIAMQWGADPDIEPYPSDPIICHSQSSIFLKPKSTQPVNHFMYQIQDFVSLFEGGHAEKLLM
LFYSAMDHEALFSCLNTAKFMSRFDPTSTKTPSHGFIRLINSLGSHPRSLQQISRVAVYKAMDRQLKLRTHHLPLPPPIQ
NFILNIQ*                                                                        
>Ctel_184047                                                                    
MLSEREAQPLSLTTICRTRIRQLIGRKRLKEITSLPLPLFLNNFIAFSQ*                              
>Ctel_150764                                                                    
MTTRGSNVCSTSLKQSIENGDLVAVRSLVEEGGEDIRLLFLDGSSPLGVAIANQREDVAAFLLDAGANPVAADSFRLDGC
ERQPVHYASSSGMLPVLKRLLLEGAEIDDMDYGESTPLHYAAERGHTAVIEFLLSEGCEIDRVSSSGHTPLGRAALGGHR
QALHVLEDVQLNIVKDLLYFGADLHSVDIEGNTALHAAACFGRTEAAQFLIQERVDIAKKNDYGNRALHNSTMHGHVECS
VLLLNHGARFNVKNHRGQSPLYCSMLHQQEHTVNLLHDLGARLTASENVMYERYEASRKTEKRDFYHWTNSLSQVTPSLK
SLSRIVIRAAVKTPLSLSILQLPVPAACQGYLLLSDYITDS*                                      
>Ctel_137281                                                                    
MCAAIAAAAVASSSHGSSSSTSPGSPVPGTEFSPSVSLRSCKSYDYLLKFLLVGDSDVGKEEILGGLEDGVADPPCGYAG
SSGIFYKTTNILLDGKRVKLQLWDTSGQGRFCTIFRSYSRGAQGILLVYDITNKWSFDGIHRWIKEIDEHAPGVPKILIG
NRCHLAYKREVSESLAETYALKNDMAFFEVSPLCDFNVTESLAELSRVALKRNGMSRTWGPNKVLTLQELCCRTIASQTT
IYGIDRLPLPNAIKAHLKSYLLTNKTHMRIQSFVHRPGEKHKKHKIVRPCDSPTNCRRSCSIS*                
>Ctel_162895                                                                    
MSLLSLAVVNNQEEIVKTLLNKGADMDKANNNDDTPLHLAAQLGLSEIAATLISADCNINLYNGLRQSPLAVAVAAGQTA
IVTLLIDAGADLDALDGERRTPLIVAAQLQYLDIVKLLIMGGEDLMFRTQYAQDANLSDAVLAKHAAVFTTVLSTPRGLQ
LECRGVIRETLGSQLLANVQLLPLPSRLKDFILMHKELCMEPL*                                    
>Ctel_217564                                                                    
MASRHAARAEQRMLKMKSLDDLSDDLNNSDIAISQRTTDAIQVIKMEIRRSSLHKGSCESLAQSASSGSLSAQTSDSGLS
SETGICPVKSALSKVPSKDWPILYWKRVGSGNYSLVQEVILRDKPAVLRAILQLCSVNLNYVKCTQESSIEYPLHLACRC
GSAEVISVLLDHGANLSKQSCVSEPCGYGTLKDAPSFHFPHYKLTPLWHALIEDQVPALETLLSHRRSSYEIRPIDALKD
ACSASAVKCVKWMLDRAGSSSDFTAALLFRRNVVDLLTTLISLTTSPDILQMLRTNQQLMGFLPAHVTDAELLPDQLYRI
YSNSRAINLHSATEFFLSYLKARASKEHLDRVLQYRAPDGSTVLHMLCQRHHHLVSQLLHYEIAFDGGLLAAAGRKHLLK
DHCACLSTLLRLGADVTAVTCTGLSALDTLFPAPRSPHRQTVDAFPRLDLLDEVTLDFIIAVLRQFFMKDGKACSQRPLL
LLHACGAAGSTFSYQRHFNEPNIERVVIIFEILLNHGLNPNHKDREGRTALIYIIHSVWYGGVQGTFDPCYLKAFNQILA
CFIEHGLDILDVLPNVNRYYLGGATVDGVPKLKSATYLCELVGMLRDTFPPGYSDLGNADRKQLHNQLALLIHTFFRFGC
QNILVQELLQDRFLPGANVEYACSSVLEELLYLYLGGYSGAVSKFNEQYMQVLLHMLSCVPQVHRPLLLLAIEEKLEAFD
ASVWNGLTFWRERVGVVLKDAFCRPSSLKQLSRLALLQALDWRVLDRVAHLPLPPQLLQFVQFGTDWLLITNQLLGRKET
DL*                                                                             
>Ctel_199091                                                                    
MGCLQSQEKKEPGHLESQGTMVNLVPMEGLLSLELVDTVDIHAWSQGTAKEFGFSCDVDFNVRARGYPLRATQGRKVGVL
LPAPVNSEELDCKYTYKELQIEESWLTSRVKLKKSYKSLLTHKFKHLEAPCVVGCRNDVLVVQLILVDECEFIVIKRNSV
LHRYSLAHENKPCLYECVISPDYTTFVLLPVQDGESLLLSTSLSRDNVSAHMDKQDLKRINQSNILIEESKHIHVEHKGY
VMDNPGKLQSIYDSTIAELNSNMISFDPRYGHSQVTIATDTALYRYSLSREEITKTMDLTNTDQGLVNIAFSPCGHFLAA
TIIQLQQTPTQRTRLLGINLHDSNSLQVIRFVATPCLSIPTSLASLFPLFNRTGRYLASPQCKHHELSHVRVHSLPPALN
LRTMCRRIITECFDQSAIGSLPICESLKDFLTFRPFGE*                                         
>Ctel_224132                                                                    
MSLTYCSEGVKPKCTQSRWLHCYVDAAQHAIIIEEFFLDFYTAKAYAKVELVLSLPESFSARIIGRPVCIACLDQHLILQ
YGHADSRHLHFIYYNATTDTAQFFDDGSEYLERAFTALHSVECLMSPSLTCALFRLPQAAMSDRKWSKLLKAEIAQNGSE
ELRFGNVRECFLRDRQNQTVAFNPRVQENIVTFILIDNYCATAQFLVYDIESKKTAKEFQLSISSRGTRRTDEENGNEEE
KVYYHLHQCNAAYCRSGDVLVLLCVVYSHMLPEEAMIKLCFFDAETFELNGVPQLRSIRNLPFPIRGLNSAKDWFYPVFS
PCDSRVAVWMFQKNAPPVICASACRFKKPFTLKKLCRAAVCRVCLAHKIHQLPLPAQLLSFLKFATEKETE*        
>Ctel_218182                                                                    



MALGKFPWQIDGGSWSSLSYNYFKKKYQPGDNIVVDSIKVTAKPASGSAMKALHEVIVKGDVKRLSELLQRRPHCLSECF
SNGLSPLVLALQRASDDVVAALLRLGADPGQSCQASSLQAYNYKRTYHTNIWAEDDYRLDVQNPANNPAVFPLDVAVGME
QVGNVKLLLSHGANPCEHCTAGLFRLALFAIEHQSLDLLRLLLQMGKGKGMHSGVYYAADQLKEHLNLAVSKGLIAFVKL
LLEFGAYPDSEYNHSVPLVIAADNENLAMCRLLIDAGASLSSPLNSRPVLARALLANSLNAVRNLIALGCDVNATVYTCF
LPSHYHLSELGLACPMIHLAICKRNLEALQMLLEAGARTHDTDMNMNTVLHASCDKKTALPASLFNKLLKILPPFCPNWQ
RKILDARNAAGLTPLMVAAKNGRADLALALLQCKADPGVHAQPKMERKTALHLAVDSGDEACLLAVLRNGCKVDVRCSGQ
RTALHVAVQQGNVNFVEILVSHGAKVHAETRWRECCLHLAINAQSLDMVKYLTGQNHRVNIANSNGETALMLAARQSDAD
ICQHIIDRGALLDVRDKQGETAFMYSIFMNRQLNSISLIREGANPYIGQVKHASPLYRCFFHNQLRTLQLLIISGVRFTR
SHLEFYPKNLPAAQDRRLMQWLEHRLQNPRSLQEMARQSARSWLILKAGGKGMLRLLPRVPLPEKLKSYLMFESSDENLE
EIDPSM*                                                                         
>Ctel_136251                                                                    
CGWYWGPMSWDDAESKLSNKPDGSFLVRDSSDDRYILSLSFRSQSSTHHTRIEHYKGMFSFYSQPKSHGAATIVEFIEKA
MEHSRSGKFLYFLRPRAPGLPPAPVQLLFPVSRFRNMHSLHHLCRFQILKHTRKDLIDRLPIPPRLKEYLKQSQYYTEYC
ADDPILFQRY*                                                                     
>Ctel_205461                                                                    
MTFDSRDDALLVTITETWLQCSVFAGVEAGVQSAQPIKGTHQELNGVQLKLSTEVSSLSKAGMLKVNCFCCSIIISTMAK
RLRRMTNQDEAFMSVYANITKNDHLLKLTNLNIKDSTGWSLMHRAVIQDDRDTLLFLCNTGMSTGIIANDVTPLQLAIER
GNLHALCILLQYGCSEQILNNGCSSSSSPLQLALKSRFDCQYEMIKRLLQFGCDVNKADFYLESSGMPTMPLSCAIRCRS
YELTQLLLDHGAKITVSIDSEVISFFIDAILVSSKEMVQLFIQKGADVNHPQKSSRVIHRWRLSEMTPVQAALMAHDTEI
MRILLQHNANPNFGLKQRAFYGFLACHAPVCMAAKKPLLGDHLKILLSANCALNWPPEAHRSASTVPHSCPLIFVDSPLA
IKLLLIFGCRPSSAEERDRFRESVDIHVESGSDFGEWLKYYYFNPPTLLHLTRIKIRESVGLNLKEKLKMLILPKKLQDC
ILMENCLLTESE*                                                                   
>Ctel_93586                                                                     
TPVYKAAFHGRPSLIELLSKAGMNERLIVINMKDKSGQAPIHVAAHWKLVDILRMLLKAKSDVNIADHMGRTPLYICVSS
LSTKLYFEDLRHQFMCIVTLFSADSDMLNLIEWLQIKGPGIPQCLLRDAGPDFQRWYAMQISRPPTLKNMCRKVIQMRVG
RRGNLIKMCDKLPLPPSLRLYLKRKQFYHEDRTHYMRYSSTDSS*                                   
>Ctel_186679                                                                    
MKLNEEQEEDLYAPKRSSSCSEIYPRDQEGKARQPKGLFRHLSHFFALGFPSECPPHFIENIDDCRLLPQLLVDIMQRLF
SADEVVQDFLTFASGRPRGSAAMRVFTRALLKVSAQHRDILPPALMVPVLLDRGLEDIVHECRNNPVFDELVEMVLHESV
NKRLLFDGYNGSLLVHALNNSTCSVVKLLLKHGADVNRKLHDVHNLCDSVDDAGNQGEIINVLTNNIPNRSVINLSSMCR
FVIRGELFEADALPRGIQRLPLPNIMKNYINVLE*                                             
>Ctel_192205                                                                    
MSDAGARNPIMKDKTPVEIHKSLMTKLEGDVLNRWTLWWHQVKLMDVAVQKGQLQLVRWLLLHCSCPEHGKWCATNCVGS
VAACEPQPGVLPSPLITAVKSKNLQLIELLLQHGGDVHDNLVADVGRGMNVFDVVCSIDDVDLLRRLRRRFHVSMDRDGR
SLLHIACSHNAPHCARYLVQGLHYEQVNIADSRGMTPLMHAIRYGPDLPRMLIEISADINITTEEGSALHVLMRPRTHAK
QVDVNLKDFLASVHLLVNHGAQVDLKSPKGCTPLVLIISRAEVNVRAANLRHAADGNQFDVVTLAAFKLILKHSHARTDP
AHRALCVTAVMNNISEIFTYIRYANNHLHNAIACIKLNHNILVELLKSGFDTSTPANYGTRRRYMDDLSLMEAIITNLLV
LSSTLSRQPVINQDDFIPIGNALLAIFNDYIDNGVVVRPGLLLNTLAKPHPRILPFTVLYMTRQNQVYYQKILSVIQNMM
ALTSRLCSKNLVLVFFRRVPSLTHLCRLTISHSCFKGRLCLNEIDRLDLPSALKEYLKFPIDIKFTDYSIQELKEI*   
>Ctel_186739                                                                    
MSVWRDLPSGTYEAQLPKIMPIRPRTRCNIHDLHYIIQVGEAVKVKSVLDSDKTELDINSTVGGSTALSLALNKEKPDTV
SLLLSHPSTSSLLDVNKLSKDNKQRVEPPLVTACRLEDLESARLLLNRPEINVEGKDIYGHTALWMATRQRCTDLVELLI
KHGASVNPSYKWSHSPLFFATKYSSRRTDIARRLLLHGASVHLTSDSPSLFFCAIMQGNLNMAKLIAEAGYNITKDKTIK
KECNISMLTRSLDFIEWLQDELSSPPSLQRQCRTVIRMSIMKGNGRLCFIKSINELPLPSKIFDFITLKSLPYMKMA*  
>Ctel_186468                                                                    
MKEGNDPASVIVILCMYTWISFDSPSFNSTRFTTKFRDFRPLTTPVVCSAPEPRLTERPMKLQGHVTCECRMMGGEKSSL
RDTSNKRMLHIEKVATTLPCGIIHRCSYEKWLKSYSLIANCADTADYSCVGHESDFRNRSLGLRPDTTEGRSFRIQRLSA
ITIRVDEKKKSSTFYVQKSYTSGKVVHKYHQDIRSTIASMVQWNLAPDGIGVIGCRGNVAVAQVLDRVHSYVPEFYILDL
SSGKCMGKFASQDAVLMWYECYISPDLSTIILRPDKNTYEWSGKESYQKHKVYNSTVITMRKFPDSGGHALCFDNRHPNR
FIFRAKGKIVECYDLEEMLVSQSSHDLSLPAPIRQIKVSPSGLYVAVRCTYPMYSLEYSINCISVLPSHNLSCVLLNIDA
SGSYWPSSEIVNLQVFPQFSACDSTIAVMRHETSVRKISIYKLPRLMSSLQHICRQVIRMYVPRSELPQLCLPSSLLKYL
LYKTNSC*                                                                        
>Ctel_220011                                                                    
MASWPLAPFSPRKSCFLAKPSFADSAVGARWQRIHRSDSHRSSPDADAIVTTPSVVDLTPDAMGAGLSVEGRQHKAGQED
DVTGDKRSLGATHDWCVMQTLDAGRWVAPQAQRSGFDFPVHWSQRQLSVKKWPWSDFLVKSNAGDLCSFSCVVKDSGRQE
KLPLSLRDARVVGFHPRVLVVQVVLSRSVKLLVVDWKEGDLLATYSFQYTGGEPCYQECFLSPDASIMVSRQDSYLRRRR
HHVMTPDPNIRVFRIKDGLCQRLFVIEDRLALSLSGSALSFDPRFPEGRLTVLSSTQQAAVDDSRLRPNRLRVYDLPTNR
VINAAPSATDKLAHHAVHSPDGRLVAVLGINASIHIDCRTFVSCVDVYCADSLQRLWHCALQDGPCSMKSLHAFPAFSRN
GSLLAIFSGESTRKVHLHRMPHHDRSLRDACRTCILHHTPRECVHQLPLPNAMLDFLLFKN*                  
>Ctel_188193                                                                    
MGLVDSQVVCVVDCNNQVRPYITFDPRYGSSHVAIVNYSNEESGHTNSLVIYDLDAGQVVSTSHVTLSLICGIGYFCANF
SRDGNYLVLQKITENMNRGYCYTDSYVFDAYSLKLLKHIYAHLQPLSTVCDSNYAPTFSRCSSRMCMLSEEGSSLPRLCI



SVYQLPDPMGLQQKCRRAIVRSLKTMADVDALPLPTKLKRFLKFIPQAP*                              
>Lgig_78096                                                                     
WYYSNCDSRRAKQILSRSPTGSFILRNSSDPKFLYSLSIRTDRGPTSVRIKYSRELFQMDCDEKLLKILPRFENVIALVN
FHLTWSQSDSDTSCRLIGSTKDKYIPIKLTKPVVNSPGSLKHLSRLTVNRSIKDIHIPASSTDCLPIPECLKNYIREYIY
KV                                                                              
>Lgig_144981                                                                    
CGWYWGPLSYEEAEATLQNKPDGSFLVRDSSNENYILSLSFISHSIVRHTRIEHNKGLFSFWSQPESHGRVTIKEFIEQT
VENSRNGNFHYFLRPPGPGMPPLPIQLVHPISRFVQFRSLQHMCRFLILRWVRRDHIDRLPVPEKVKNYLRENQYYVESV
EDM*                                                                            
>Lgig_156789                                                                    
MHCLVPELSCITNCSFYWGVMDRYEAEKLLENKPEGTFLLRDSAQDEFLFSVSFRRYNRSLHARIEQWNHKFSFDSHDPA
VYATETVRGLIEHYKDPNCCMFFEPMLTQPLNRSFPFSLKQFCRATICDHIAYDDIASLPLPKALKEYLTYYHYKQKVRV
RRLDMPN*                                                                        
>Lgig_158808                                                                    
GPNHQCFEILIKCGSDINEQTDNTQESLLMITVGLGDIPKIQSLLQYGANVNLPDFKFYTPLHRSQIIKESNDVKKEIAK
ILMKAGGKLNATDRDGFTPLHRAIFTNVLRGEQCRPCIQLLVESGCRLFPGPPPDIRKSQSPLCWLTWNGQYAIAEYLVQ
AGWDMSLETWINIIPPRQQQYKLQQQFQQIAGNTRALKHYSRKTIRDRLLVVTKDRDIIPSISQLPLPQSLKGYLCLHDC
QFKSTDYFDNL*                                                                    
>Lgig_158922                                                                    
MKGSRKNTGEKETPSTKDSDSALTQHAYQLERHFGNVLNHVTVKRFAKDVAFHILENAALLKCSALKELVPKIKHRVNRA
TVLKVAMKYCLDSSLYRVNRTIEEKIECIQYLVSQGVNSEKFNYDSTLMYTLRMNDLELVRAMLEAKINNVNSGLPYLQY
AIEQVPSAVDLLLEYGADPNMVSNHHYTTPLMYAISWVNNKSWWRSRHIHDTTADKQNEFPYSIVKKLLEAGANVNCADI
EGNSPLDIIDYTQNDPTSPFNLKMEKARYKLNELLLKYGANVNLQNLRYKDTALHLAASGADIKSMKLLLEHGADVNKID
IEGDTVLHRLVKLKQRYTLYSWTWDGELDDEDEHLPDVTKFKDIVNLLVHYGANINMKDRAGFALVQCCYQRQCWDYVEV
LLYMNCSLRGFQIEEIHVGEDAYQCDKCERGSHVVNESPDRQHHVAQILSEFGIQSLKCENIDYGRYPTLKVLCRQMIRD
NLGTNIHKKLPLLKLPQYINNFILLHHFYS*                                                 
>Lgig_159286                                                                    
MVQLSQNVVTSQLPEVEDEVAMQKEIFACCQFAVSLQNVTVFENLCREIKGNEEYRCRLLYQAIDIGCIDIIQICLRHGM
PTDDCRKMLEFEAPLLYAIDIGNLDVVKYLCSEQKINVRVTNKYGMTAVMIAAKRENCACLEILMKHGCDVTTRDHLGNT
ALHHLSYPLSRTHKALPCLKLLVKAGCDVNAQNSHGDTICHVAEVRQHYQLVEALVSENCAINSSDFRLIPCLSNLCTGQ
AFSVVRRGSMYYYDGNTWCYREPRVDTTKHHSVAFKTLKDACRFEIRKHLGLNIFDKLEKLCLPTVIKDYILLKDVLSED
SFIKS*                                                                          
>Lgig_160792                                                                    
MATGINFSPMDVIKLSRNTEERIPNKYTHRPIPTSFQKHSAKKPWPKHSTELDPNDIHGHLKECVILGEREVFFRLLCNC
EDSFLHSKDHRNRSNIDDILRLAVENGRCDMVETLLGRGADVTISVNKLSLLEIATKSRDLDLIKVLAKYDDIKAVNVRG
ENLLFSTIMAEESVNTNEEIFDYLLREGVDPNQLSHNGKHPLHVAAIQSVKAIEKLSRTGCDVNVQDNILGDTPLHNACN
RCCEDNIIPLLGYGANMNALNNLGQTPLEKLLAVASGSDFHSRTRRELAKRLMAIGFNVIEPKETPQRRRNKGVELYQRL
QQNQSDILSLKCLCRREIRNHVSGINFNLAINKLEIPLSLRRYLCFVDGK*                             
>Lgig_164855                                                                    
MSRAAKASRLHFKKKKIKKMTVVEAIENGNCEQLQHCIVSGFDFNKTIKISHSEDQYWLALPFCLAIERHSANSKDIMEL
ILKTGIDLDKRSSPIQMYEEEGGQIHYNHKNTYLHMAIKAKNMDAILLLIKYGADLNATNLFDTTPLQFAVSFQFWTAVD
LLISHNAIKQTPSTYVIPGLLCWGQFELITKLVAAGYNIRLEIAELREDLKGCFFSQEELLFINNILDRAKSPDSLLQCC
RKSIRQCLGSNCNTKAIDTLELPTDLADFLSLKLLWLRFSIL*                                     
>Lgig_165808                                                                    
MENISRTVSVCETTNNNEDNDELPSSISADNSPISSENILFPTHTHNIDIGTRNDNGNGAPKISDIIEEAVITDDTTRLK
EILKSTPNVSKALNKQRESALILAVKLTKYDIVKVLLESHFCDANKLNVNNFSPLDVALITTFDNRLEPRHSVCWKIVSL
LLEHGAKPSSRDAMMYVVRTAFKYIDDQFINQLIEIFLNGTLAPIAHELLLVKLHRSQPIYDGNTDHFLMKISWLALKII
KQTDMASLCDIINSFVYYVDSHWTSRDCQVRTLRNLVLYASATGRSWKKHEILLVNRVSESLANWCQNLQVHVPSLQHLC
RVTIRQSAKRSVNDLTENLSLPNSLKQYLLLCDVDKIIELNNSLNNINF*                              
>Lgig_167731                                                                    
MTSLTDAITKQNQRIFDICLSSSNLSENELDDALILAVKQKSTECVGKLLKAGADKRCPKQQPPETCPVKLAFDKCLCDI
IKLFIISGYDNSHVKLYLSQYRDMEGYAELSRWQYHSHDVMSLRSMCRLWIRHYLGNMFYHNLLTLPVPDRIRQYLLMKE
LDEV*                                                                           
>Lgig_168182                                                                    
MFNCCKKTKRKRAIPSKIDSVNLREFEQAATSADIDKVCKDLKEKKDDINKHPCKATEKNQHGAVKLEQAATSADIDKVC
KDLKERKDDINKHPCLDVNAVDTRTNSNALHKVIKHMDTHVFDSGAINAINALLDAGCDASLKTKDGVTPLMVAMTNDFS
RFDFEPTEYNRYFREQMSNTFEKFITKCNNLDSENKNGETALMWAAEMGLLHHVKTLVERGCSIDKQSCSKWTALRFAVV
SDEPGVLEVVKYLLDQGADYEVIDNEGSSPIQEAFFSDSEIIELFLRYGCRIDFSLINFDKLMNSIISRMIPLDILETMY
WYGSCSETDVLRCLENPKFILCCEPKYHKRANWLSELCSKPRTLKSNCRIAIRHCLQKALGLEKMNLLPVPSKIRQYLNH
EINDEIFIDESQSEPELIEEKFEYRNIDDFYRWADQFGYF*                                       
>Lgig_168604                                                                    
MDVSFWKKFRRRFSRSKNNQELKKFITKVDLEKNELKNITLKSDIKIRKPTNQKDLLARPTYYGIEWKLKQVFTHHIQDL



NEQKRLLQYCQQKFAGVFNRLESSGESLMHNLITALPDDRFESYKYCNTKIVEVLIEDSCDTAKLNRFGDPPVIAAYKMK
KLSVVAGFLNKRVDCNVTDKYGASLVILTCKENDVDTLRKIVCAYRYSDPKLNLDLLDVTRNCAISYATLNNNMDVCRVL
LEAGANPNAGFTSPLYQAVKNDCSDELIALLIQHKASVNVWADSSGLNTLMAASYKNRTEVVRLLLEAGAHFPSTWHKNK
SFVAAIKFDNLQIVLEFVTRSVDITSKSSKGTNVLHESSIFGSTRCLEYLINDSNMDLVAKDRYGKTPFYLAAENGHVEC
LQLLFNASADSFEADQRGRTPLDIAVLNDHQACVQFMFDNLVCSRRQLVNVCLCLKVDYDQSEFRKQETIDLLQKFVKSF
QEDSVGPLMDMCVLEIRKILGQRNGRKIFQLPLPTIIKNLLLN*                                    
>Lgig_169075                                                                    
MQRISAYLKLRKNVFEGLRRQTKVKFGSCEELCEHIGDGLCDMIDNGTVTLQQAIEDSIQFSIVNAKDSESRYFSWLTLH
MTLGLCFKYRVDDKGLVRDILVTLLPFSHGVDYGIYLRDLLEGFRQPSVSSVINLSQTSTSLSMDKSMYFLKYSAGMSIN
LRDEQIRKSLFDGTGRAVWAELLDREKCQFLDLPIAHAHLQPMMIHQPLTASLQVSSLLLAIMNIKPEVVLMLLRHGASA
EGPPLRYLLRTLGTINIFPGGATKYSAPIVMLADCLNYCLRTLCYVHFKTEMETIGNKAAHAYYVKSDVCNFVPKWTMGG
VAPLKHMARCWIRLRLIENDQLQDGIENLEIPSTLQKYLDLQC*                                    
>Lgig_170069                                                                    
MAAKLCEPECLSEIIRIGYSESSLELKKILDAKDENSNSIRGTFGGTKDNPMVVGDCDNDDNDNDSDNDDDEYEWNMDDI
NNQYDRYCWEQEEVFYKKYYKKKFLREIDFRDTEGLTAFQHCIQATKVPVEKKVECLRLLAQSGVDLTLKSDCEQNPIEM
ALDLGSDERVLACLIDFGCKVNLDECFSNAKLQRNIPLMNFFIERGANVHFINYLNQNCILHFLYNGDARKNMKEFDEVL
RVLIQKYKVDINFCNQHSSIFSGAFYLLTKCNSFPLQFLMSENIDVISNANIDKEMPILDERQRREVRMPVKQYVQLLYD
YNMPYDMLIRFIGTELDRDTKKWLNELFDSPSSLSKICKFSVRKCLGKDIKWKVEQLQVPEVIKDIILLKNLLSSECFN*
>Lgig_176017                                                                    
MMLIENGADINLSDSNKTTPLMTAIQYNNIDVAILLIKKGCELDTQDNDKETALHFAVQLSTLSLIDFLIKHGANINIKD
RNHNTPLILSTKRQEEKIAMLLMDNGADINIKDRYGDTPLIISIKNRYKKIAMMLIDNGADLNAVDPNGDSLLISAIRNN
LGDVALNFIKHGYRSDLSPCHDCYPGILCHFLMKAYLDFNKRHQRFLELLFLSGSCTQSRLFMLLKDPLYFSQFEKNPEI
LHWIESKSCSPMSLKNIARIAILAHIQPNKTKNIEETELPMTLRHFLQFNDIIDNGPIPMITRRISEETSKT*       
>Lgig_192055                                                                    
MNDSQTGIFCYSRSRSPGAPSFPVRLTKPVSRFTQVRSLKYLCRFVIRQYTRYDHIQHLPLPTSLKGWIEENQYY*    
>Lgig_198013                                                                    
MRQSGYPHFLFNQPNEFEHCESVECLDPHHNNNVTKHGIECRSVTWALDYSYIAWSSGNCTVQLIPWNREQRKSCDEEDI
CHSKHVLDCKEAVWSMAFGSGRSQNSRTSRFKFDQNMILATGLQSGRIKIWNCRTGLFLMVLFDHKDTISSLHFAPDSSM
SLLSASHDGTLKLWDLNDDGNMFQTLRPQNKRLHGCRWSPNTKYIASVGDFKSVVIWRTSDFKLLRKLQGHYNNVTSCDF
SPDGALLATASYDTRVIIWDFETGEILRELGHMFPAPRPIYAGGANEHYIRHVAFSCDGTHLASVCDDGYTRVWNLQESE
DPEKVAVNDNALCCSFSPDGTLLSVGNRQGVVEVLSSPRKIERLQHLARSTVRKHLPTIKIDHLHLPFRLKEYLKYKDI*
>Lgig_211895                                                                    
MMCTAISNSGSPRLLPSSCRSYDYLLKFLLVGDSDVGKEELLSGMDDGAMESPYGYSSSGIDYKTTTILLDGKRVKLQLW
DTSGQGRFCTILRSYSRGAQGILLVYDITSKWSFDGIDRWIKEINEHAPGVPKILVGNRLHLAFNRQVSIGAAETYAIKN
DMAFFEVSPLCDFNVTESFAELSRLALKRNGMTRTWGPNKVLSLQEIACRTIVSRTTIYGIDQLPLPPALKSHLKSYALT
NKTRARMLSFLHRDKHKKSKYLNPCDSPPMNCRKSCCIS*                                        
>Lgig_217613                                                                    
MPVTRFHPYHGQNIGLSQDSMVASRNSSFAHALTFSEHPLTPGEIFLVEIEKNERGWSGHLRVGLTQLNPSNQFELPQYA
LPDLANIGKSWIFAVTKTHNRVVPEDQEPYKSVLKNSEIIHTPRGSFSRNMLLPVSRNGEPCNNCESTILPTDIGSRIGI
MYKVVGNEAEMHFIINGEDQGPSSNTIPLQDGPLYAVVDVYGTTKQVRIIQLYGVTSLQNACRDLLLQLMKKTDISRLPL
PKKIIQFLKYEL*                                                                   
>Lgig_229372                                                                    
MNHYMAATYSYILSLFQYFRTSWPISIIYGRVYMEPSPETKEKLLKAIHQLQDETVPEKVILALIKNLPSEEDLLSVVDE
ISGYDILQHSVVRGFSKSVKILLSKYCNPDRYHCTPPVQLAAYLGDVNMLQLLLNAGANNSRSCGMCYPDPHLPIRYSSS
YFGFTHSPVYKCQKYSASPISCAILKNNVDCLKVLLNVSSPNKKLPSPLNLLLEACQSGAYDVMKFLIWKYPGCINQYGC
EGDTPLLTAVPWGRECVKLLLDNGADVHQLSKGIKETALHRLYRASSDGLFTIYDTTKYLLTTGIEQDINSMTSLGESSL
HMLISHVSYIGGNFEDPSQKLPRSQLQGDYQEQVIKTCRILLEFNADPHLLNAYGLTSLSRLLHIALKSSNKTLNQDCVQ
TASFDYVIVDYRNDFKSLGRSMDILLEFGSNVNFTCSEGHTPLICLLQCLLYEDLNLLCDQANDIVNCIEILLNNNAQVN
FTTGNNVTCATLLAAVCQRFFDLENDLGEVFEEELRIDFAKMMNVVLIVLLRYGMDPNHTSPKVSQYPKGGTGNALIEFV
RLTTHATSTKDFSVILMWLKTLLQWGANPDIAPYPSEPVIVHCQSSIYLKRHNTQPVSHYITEVKERETLFSDGRAEELL
LLFYNCMEHQTMFACLNTAKSMVRFHLFNDNRKDFLSLINRLTEHPRSLRQMARVSIYQSLKMNIAKNVDYLPLPGALKQ
YLLNINQV*                                                                       
>Lgig_229668                                                                    
MALFKRKLPYWRKFFKLSVIEIWCMSPVEIPVYKVLTHQKEMPCRSPNNSSTNNSVLTTFETSNRYVQSNLAYDVFQAVE
NGSLTLVRNVLLSRPDLDLNFHIRDVTPLSLALYKRHFDIFNMLIRHQEKTRRVDLDVSSKDTLGRVEPPIITACRMHFL
EGVFILVGAGADINAIDNLGHTALWVAARRQMPDLVDYLIMNGASVNKVNKFLYSPLLASLMYHVSSIIVKMLIINGSNL
GAFNSHSPIEHCALFWAAKRGNIEIVRLVLTAGVPLAQIRAVKMALMNSDIEGDILTLLDNDSRTPPLLQHYCKRIIRNY
VAVKCSGIYFAKHIDRLPLPSSLKNYLSLTRLN*                                              
>Lgig_234307                                                                    
MGNSNHKKSRPESKTKEENQPSINWPPIPPLKYTKVWDLLYSGDARHWDTVAGVYGLDKYIYKCDGRHCEREMVCTNSIC
PILRMNNRIIDIESYRKGRVSIPMPKELKEYLCKDFCLYARVLANRANLVLLAFFWFTEHKQVVFPLLDMDKKCGVNVIR
FVTEAVTMVHCEISPDLAYTIILSLANYENKFCYKLDLYENKTMQVIKTFVLNHEVQPYVAMDPRHGWSQVAVANYKSVE



EGIRHELVIFSLDTGKAVKRSNLSLPSLLGGTHFNLLYNLDGSLLILQKIAEDRFGVTTNSGIYLFNSDHLQLLKYFFVT
LPGLFRICRAIYEPKFSKCGSLMRILDFKPVREDREVTVNIYQLPRQLDLSSHCRVVILQNLRSEDFVEDLPLPNQLKYY
LKFKPIWQ*                                                                       
>Lgig_237358                                                                    
MGGQLQKLTTIEYTVNERNNQILSILAEELIKKGNLSGLKKLLRKSTEITFRQGTTLLHIASLHQQIACLKYLLDKRVVC
VNAEDNSCETALSSSLVNPVSYECSDLLISAGVNINLKNKWLRTPLLKCIIDQNELNVLYLLDKGANPNTEDCMGCTPLN
QSVYYHLYRTFNRLLDTGVDINYVNRNGLSALYFGCKSLNKTCVRKLIDLGSEVNMALIEKLVQMSVEPEKCDKFEVIFH
LIISALGQPLTIRTWVQCLPSSIKNDSMCRLCLAATNFTTGFCQFFETTDFWKNHVQDNYHSLKFYSMVPSLKHLCRLSV
RSLLTQSGGNVIYKIRYLDVPPGLKSMILLQDVI*                                             
>Lgig_239260                                                                    
MLIKDLSISLEIFSMADYRDIRDEIEEHEKPQQLLSQYEKKLVQSIQKCQLKAFHRVLASGIDPNYCYEHDKYPLHYSTQ
SKPAIESDEIFETLLYSGADLDVTDRFGTTPLHMAVTTSSQRVISLIEAGCAIDAQDNAGMTALMKACGCESPESLVIVQ
VLIDSGCNVYIKDESHYTAVHHIILNNKQDNCIRKEILYQLIYSGLSPSEPDKQGNMTVHMELLRHLNPSGQLKEDDFLV
LQTLVRLGRNIPSLNKFCTIWIKKILPRASKSFLIRLFGIFQPVLGLTGLHQLHKLYSESSNCDQKLIDIVKEYSHNPRT
LKSTCRYMIRSVLKERLLLVKDELPLPAVLKNYLLVQ*                                          
>Nvec_XP_001647528                                                              
EYYFIRDLLEITNCPWYWGKINRFEAERVLDGLPDGTFLLRDSAQYQYLFSVSFRRYFRTYHARIEQWKHRYSFDKPSDY
SFCSKTLHELLQHYSQAEQCMYYEPLLLNALPRKNTLPLQHLCRATICKNVSFQDVDELPIPKSLQTFLREYHYK     
>Nvec_XP_001638898                                                              
MAKRTRSQTDINQQLRFDILDPSKAGGSEAAADGPSSLQQSARTMILQSVGLKYLGRIAELPLPKPMINMLSNQLAVDDF
FVNRNDLDGDHRNYCVYPAKCLLDMSDVLLKCVPECLASEEVNAAVEQWTGVAHPNLMSYYIKFAQSGTQIVVFEYPPFA
LPDILDKLRRDNKRIPEFLIWKAFHELCSVLKYLHDQGMSYTGLKPERVAFTQVWILGCLLYEMAAREPAYANEGTDMFG
AMANIMEGKIPTSLEGGYSEDMLLTVRDCLHSEAHARPTLEDLQARSNAKMEALVQTYAGENITSL              
>Nvec_XP_001636929                                                              
MLPSPTVNRAHWDKSTVVGPVLDTLRQSGFYWRGITKEQADIILRSCDMGAFIIRDSSSPNFLFTLSVRTVFGVTNIRIA
MDRGRFSLESIDNENSEGPSFKCVVHLIYYYVKNSRHSERHLEDNYLRREPTKYKLYLGRPIYGAVSSLQHLCRRSINKQ
MRPNGVYALPIPAKLKIYISNYQYPI                                                      
>Nvec_XP_001632607                                                              
MGDKFLVALLLTFELFAVRVTSINAPIGVRRNDDVMMNMPSVQHLFGTLKTSPREDYDFPRRTVDLHKASRSFGNNLQRL
RSKEYMIANLKKNGVFENLLRELYLKNPVIHGKGSSAGFRTITGPERGAVLGSRLAKTMAQPIGSGSKHITEGEKVSGII
TGEHTAKENKWLKQKAQHLSREKQIENIKQQLAMERKESKVNHLKLLHGQSLIKKKENTPDKESSLKVSTRKQLVDRFLR
ELLRRRLKRRQMSRHVGGMLLRRTQPLIKRTGSFKFHIPNGVGEGDFSISKSGLRLSMKLTLEDQATTTAATTSTAAPGN
ITTPTKGPITSNNTSTPTMSGGRKMPAKEPTTSTTGHSTRSKPTPTTPTIADNTAYLTTGPTTSGDKTTSAIKPTTPTTT
EASNLTTELMTPEVTTTPTIESTTQTTPTTGPATGNTTTPTIQPIAADNSTKPPTTTPVSSTIPTTKPAPAQEGLFNICI
CPASPPTPNGCFLQDGQVMKRVMETHNKYRALHNATAMSLSCDMSRQAQEYAQKMADLDTLVHSGYSERPEQGESVTIVC
GKGLDASINDAINKWYNEVCKYDFASGGPQPGANHFTQMVWKGSKKIGIGIAKKSEMTGTCAYVVVRYYPQGNFDPGDGA
YTRNVQKGVFKFAFGNMLNLGHSIVELVENAAQMEQAKKLTVPDNLIREIRIPDEIQGDVITSDYNPTSGFFATLSNRGV
YLWDPACCKVLANIDNEMVSYAKDLAFVSENIIAVSICIVSLTNPGKIVILIRKDEGFDAYQFCMGDFGLLFSMGIYVTP
EKTLVVVGKDGNNSEEIRELFFDWEKVKLVRGELLGESPADDFLEEGEVYLEPDINNYKYICLGESIVFTSEFTWLKEQH
LQRARPDVDQPLNATVNSANNSALKKIMRRFVIDYELKCLVKVSGIAYDGDHVIVAFNEDGIALLDTESLWAQEIATDID
PLGQIRLNHLGQLVVSVNENNTNLIKVYDYKPKKCTGSLRELCRMVIRDVMHSDFIRKVKELPIPLPIKMYVLHKAENMA
AFEVSGLAT                                                                       
>Nvec_XP_001629114                                                              
DSQSVNTNADNNTVRRLSSSLKTLSNCGWYWGPMSSKEAEKELYNQPDGCFLVRDSENDYHLLSVSFRSKGATCHTRLIY
NKGKFSFFQDEMGKDSAYELIMHAMEASQDGILCNSRGHNRNTICYPVRLQVPISRFNTVPPLQFLCRFVIRQNIRCDQL
DQLPLPKQI                                                                       
>Nvec_XP_001647523                                                              
MGAAISGTSSNVEELSGCLLTLLNKRPTCDEVPSKLEDVRLLLQQGAPVDAKIHPRQRLYEPDYATTTALQVCCSVGDVS
AAKELLRIGADIRLLTKEGTVLHSAVKSKWLGKRFTDMLELLLEYWPEIINIKNFQADTPLHVAVMEGYTEYIESLLSHG
ADLTLLSSSVNVPPCQHSPLFPIDRALGYAIQIGNLATILTLLQNGDNFMGLCCQQRFAFMKPDFVKLMVEANWEEKKYR
WMYEEDNWSPELIDWIRNPRPLSFLCRQTIRRAVGSKNLKNIACLPLPQSCKDVLIRFGNYRLKDSFDVTDSIWIRRWKH
YHDVSSLKRTD                                                                     
>Nvec_XP_001640618                                                              
MGNKSGKSSKKRLNWDIDKSTTSTLPSRPLQHLRCFPQDRNGYMSNTARIVAQLHHLKSGQTRTDYGEEIRCCVFAPDDE
TTILTTSNPCGPNVRPEEGLGHFRVFDVSRGECKKEITTYYSQECDISSDGDSIAFVMNATKGEVARIKRNRTSLSGVSE
KLEKFQPECNGLIGQTMICKFSPDNCYLLSAACVDFHTIRETNELRVWNVKSMDMIKSVVLRDLSDFCGFVTSCNFSPDG
SFIAFSTSQEQLCVLKAKTLEIVCVLRKRCRGNKCWCVFNPRYRNGVLACCLQDGRIEIWTREDTAPHPTLSCDPQVTYT
CDKQQRVTSSARLYSCQYSKDGKYLAAGTSEANIILLDPDSLSTLLVLDCKAVSAPNEGMIQSAIIHCIAFSNSCQYLAA
GYNDGVVRIWSLPARFDLQHMCRTAILQYVPANKIYLLPIPNALKVYLLYWPQ                           
>Nvec_XP_001636977                                                              
MGTGCIGGFYFTKKDHGTCLSNAVYKRFPSRHFAPKGQVIRQLTGDGLVYILRTNGLRLAHYLDTAKYLEQPEDTIEHDI
TRSEPCVCDFDPRFPHSVIATCTFYRGLVTVWEIGKLGRASICKAEFGRVLNMIKYAPSGEFIAVAGTEGVVTCINPEDA



SMLFELNTSNQSPQSRSTAGVYQLAFSRCQGKLAASYSDGFIRIWQLPLDVNLQDLCRLAINEAVPAKDIHKLPVPPRIK
SYLLYKTY                                                                        
>Nvec_XP_001635127                                                              
MSSDMGCKCSKDFAGHLPKVVYRPLRPHGASIPPPFTVIHRLKHVGPLGFEQPFRISACCFIPDDDNMLITLSTLSVQDA
ARPFRAGFVQSWDLQDTESGHDDSLFTYSPKPTLSVSPDGGLVGAILNSGRRQLIIAERDKECTLEPCKIECVSRTGDEN
LSARTACCVFAPCGTIAVTVSNVTLSVTRGTEINEICLWRVDGRTFQSRWKSSCEVILPNFSGSLLSLVFSPDSSLIALS
TSHGQVYVIRSSNLEICQTLKHDRSVGESCFCQFDPRFAFNKLTACFSNGTFKVWRLDEDNPICMKSRNISEDSCKITCF
SYCPDGALIAFGLSNGTVHVYDTEFYKFLYIVNQDQYVIPRAGRGLSVCSVSFPKTCQQIAVGYNNSYVCIWQLPVKMEL
QHLCRIVINQLVPANRIHELPLPKSLKAYLLYTFLNLDEREVTECQTSSQQ                             
>Nvec_XP_001634637                                                              
MGCRPSSLREGNHEEFPSFARSSLPRLSGRSHRPLTRNVARHKHHYDIVIQLKHEDKDIYACSFPSDDDGVLLSASKVEQ
TTFLRHNRDFSSIRLWDLNRRQINTGFLADFPRSGRSCDFSPDGQLVVSLFSEDALALVRMRSWRMTSSEVIQMRRIWRT
RGSLLCCTFAPDGSSIVVVSRLTGDINHICVIDINSKKLVKKMNPALSSKFRGTIKSCIFSPDGLFLSISTSNGQLVVLD
IQDLHIHGSLDLDNSTSTICLCGPFRQNSGHSLTLAMQCWYLFDPRYGHKYLSSCLEDGTIQTWMIETEKPGLRCIQSTY
ILQTPWQKLCSAAFSPDGAVLAIGTSDSKILGLNSESLTVMFTLNAYLQPDGLRTWYQNTEVSCLAFTRTCQQLAAGYND
GRIRVWMLPLIMNLQHMCRLSIIKHIPANQIPHLPLPTHLLRYLLYSPIKYV                            
>Nvec_XP_001633549                                                              
MGSRISAVKRSDHNDNRQGVYKSLNFIREEDDRARDLARPEKLDIVLDRPALPEERQAEFAWNPADRSVNVFVKDDDPFT
FHRHPVAQSTDSIRAKVGFNRGFHVWEIHWSTRQRGTHAVVGVATAKAPLHCTGYHSLVGNTEDGWGWDIVRNKLYHDEK
GNSTVKYPAHNADIEHNFVVPDRFRVILDMDEGTLAFETLEGKYLGVAFRGLKGQTVYPVVSAVWGHCEIAMRYIGGLDP
EPQPLQDLCRRAIRKSIGKENLSKANINTLPLPVPMKKYLLYQQGW                                  
>Nvec_XP_001623930                                                              
MMRFHPKHGSHITLSPCQTVATRCKSFANAVVFSNRPLSTSETFVFEIYEQEQGWSGHVRCGVTTHNPNFIKVPPYLLPD
LAQMGTTWVFALKPSNNKPLGDEQLRECGHNYQRLPQEDEVDNTIYCGEKAATNSNIRPTDEGSRIGIRVSYAGNLYFYI
NGKKFGPCATDLPSDSELFVTLDVYGSTKAVKIIQCGAVPSLLNLCCSKIRILTLEGSIKSLPIPKLLKQYILSF     
>Adig_1468v119525                                                               
MLLLHGANHHAASNQRRTPLHEACMQGKVTSAVILLDVCSEVNAVDLVRDTPLHLALRANHAYDIAVQLTSTLLRYGASP
TLLGRDDDMPIDVAKQTYQDYCLELLEDALEIPQPLTQLCKISVRRQLAYHWESISELPLPLTLKTFIKSAV*       
>Adig_1509v100278                                                               
MLQNCESLQEKCRRVIIRTVGSRKLLRRLPVPRKLVHWLREYDEPAAFDPNCSSDEVVFSSNNETITFTGSGYSTTLILT
PDGHGYTSGKHEWVFYFNRCRGQVAVCLVTADFKRAKSYRTMPAVERKIGWAYNQIGILTFEVPIWEAIGGSLRHESYHT
WDMIGLLVDLDKGTIGFMKNGRELGTAFCDINLKGQEVYPGVSLCSGREQVTIVTSRTYL*                   
>Adig_2692v120491                                                               
MEGDQMEDEEPVYDVIDDTEDGTLKNSTKRAPVHRKISSESLAAKNTETGTESIISKLRRKFQRSSTLESSFHSPEARSS
EGKLKSNRRRASTEIHGRAAASKETFPTTSKTRSSWIKSRSKTVSFGQSGSCKLQISKSDNMPMLDPEHTKNSCDVHEPN
RSLLQELIAGGKDPAQNTPLHTKDDSVLPALPDRPSSPIPKPPRRRAKSLDEGLLEGKGVKNGKSCEGDPQDESREGKLS
PSASKRGITDGKPGSLSANLENLSQCSWYWGPLTRAEADRKLDGKPDGSFLVRDSSHEFHLYSVSFRSKGRTLHSRIKYD
KGRFGFATKSGLFQSSSSVVSFVNATMKIGPFYSSPSDFFWPSYPVHFLFPVSRFEEFPSLKHLCRIAIRCNSRSDKLHE
LPLPPKLRRYLKVENPYLPEAELNFMYRYV*                                                 
>Adig_3550v103765                                                               
MIRRISLEPVLKRLQQSGFYYGSITAIQAKTLLQDQAVGKFLVRDSSDTRHLFTITLVTTNGVTNIRIIFCKSFFSLDKN
DAFTRQPISNDSEKDQATPKFDCVVKLVFYYMLSSRMLFEKNSIATGHTLLLLSPLYKEVSSLQHLCRRTLHSQILTAKH
ESTAISNQLRCYLTAYPYPV*                                                           
>Adig_14072v110639                                                              
MVLGEIGNFSAYGFSPASLVAPLGTTTVIELTGRELAGYLRQWPFLIYLILEVIIFCTLLFVQWRYDLENVVIFLLLVAL
LGSLTVISAKAVSSMINITLSGYSQLGHPLFYVMLIVMIATAIAQVKFLNRAMQSFDATVVVPTNFVLFTISAIISGIVL
YKEFYGLTFLEIFMFLFGLKSSNDARQRSREHYTGKKLVFFRCDFLNEHTIDAPKMAGRSELLTFEYLPKNVQSLPHLHQ
MALTGNTAKLSELLSQDSTIASSVDIYGRTALHLVSSHGVYFSLKQLSKYCSKEMLDRPDCYRHTALHYAAQGGHTQCAK
LLLESGSDVNVTQHTGNSPLHLAALYAYPEMVALLCRHGADVHARNASGETPFQVATRSAYLNRGRVEFHCTMLALLLNS
GSSVTVQGNEGITPLHHVAMYCEREQLRAEGANVRRRNHGNMTDAQLARVAVTKRMLRKLRKTPPRLEQFCMLVIRQRLG
TCLRTKAEQLPLPKALKDKLLHKTLSKVI*                                                  
>Adig_15022v111509                                                              
MSATSHIASSSTYFDKVLETLHTSGFYWGAINADHSNRLLLQKTIGTFLVRASSNPKHLFTLSLKTARGVTHIRIIMCDG
KFLLDQNVNNGNAMCSASRPTTLLRFDCVVKMIFYYMLVWGQRRFSSSTRSRDNGWTLCLTAPLYKEVCSLKHLSRVKLN
RHFGGDGIHKMSIPPTLKSYLKRYQYPF*                                                   
>Adig_15209v111676                                                              
MGRLSSDQGSDSFHAWSDTFQEQWAWSSEDKSPSVYLCLNNKIACFYIDPVIESTGTAAVRGTKAFTHGQHYWEVKLSSV
FGTSIMIGVGTKKALLQTNDFEFVDLIGRDDQSWGLSYKGKIWHNGQKQQYCEPFYDSTVGVLLDMDAGTLSYFMNRKPL
GVAFTGLSGKATELYPIISSTSTLSEIELCDSTCRYVSLQDQCRMTIAKLVNKDKIDFLPLPQGMCQSLKAV*       
>Adig_16469v112824                                                              
MGQRYTLLFTAREGREDDLRWALYDRRISPDLRDPDTKQTALHLAAARGRVGCVRLLMEAGAKCNVQEKDGLTPLHLAVY
HGHVKCVTVLIERGANVNSTSRFGSTPLHQAAYFGHFDCASVLLAAGALANVEEAWGQTPLFLAAQRAHSDVVRILLHYG



AYVDKMDKAHFKTGLHVACEAQSVACVQYLLDAGADPNVQAEHGRTPLHIVLRGEESGPLIQLLVEYGARFDVLDDSGNS
PETILQSLVTRYGNGPNMEMSRSYQQLLQLLWDSNEKPISLKRLCRLAIRKLLSPCTHELVHSLSVPYCLEMYILHIVQH
NNKGDKIM*                                                                       
>Adig_17144v113417                                                              
MGNINDAELKIEQGPREAQLLFAAENGRVDKLRAILAQKDVNVDCANSSAVTALFLAAKEGHEECVRLLLDAGASVDGIG
VVQNALTPLWVATYAGHKNCVHRLVLAGANLNTKFPETPLFVASREGRADCLKILIEAGSCVNVKNNRGQNPLHVACSEV
HETCVELLANTDCDLDAMDQSGCTPLHHLCINAPDGHRSVKVLLQMGADVNISSKSWNHATSLHFCSQLGKLQNIRLLLN
YGANMYIKDKCGLTARDRAKKHPECEEVLLKHEERPPRLLQLCCWTLREVLGTQGLERVHELPIPNNLQKFLVQQCFS* 
>Adig_17307v113540                                                              
MRKSMGLDSSKPSETTDQSRSSLSLCRKPYRSFHADGRSIPPPFTTLKTLKHSGPLGLNQVMKVTACAFLMNDDSCLLTL
ITFAGPSLRNFRAGFVQCWDLEGDGVHDDSIFTYSPHPTCCFSPNGELVSYILNTGNGHIILAELTPECSLEPFKIDCNT
SGHGEKSLLSRVLCCVFSPDGFKAVTVSDVSLESHRDTETNEICLWKVKSKKRMTSIWRISCEVVMPHFAGYVVSCVFSP
DSTLIAFSSSLSQLYVLDGKNLELVLAIRTDIVIGNSCCCAFDPCFPHQKLTACFEDGYFKIWFMHDSQVSCIKEIQLVH
NPVLLTAFSFSPDGSMIAFGTSHGKVILVETVQYDILNEFKSETEIGICSVAFAKSCQELAIGKSDGHVQILQLPLKLDL
QHMCRLSINKLVPPNQIDCLPLPRNLKAYLLFAHVQENNGVDERK*                                  
>Adig_17549v113725                                                              
MAEGGGFPWSSRRRKSRRRERDRDSIENSNEEIESDLLRVVLSDSEDFVPDDVKSTASVACSCDSDFQDEQASLNVSCED
KSSLDFVDLDPEVRRRAQIQRLSRFPNKVTPPKRSKSRKSPSEEICGSDRSESGLGYYGRCLQEAKRARNKAEKDAKNRR
IQDESKTPRRRRPLSMVSSRTGNNDAEFYETRRRRFSFSWGFRRVSTDTNLEDAVENLDISENGENLPRSSSTTLRARQD
NQSQSSGMNFEEFHRQKREKARLKAAQHRLEYFLIKDIVSITNCPWYWGKINRFQAEKILEGYPEGTFLLRDSAQYHYLF
SVSFRRYHRTYHARIEQWKHKYSFDKASDCSFYSTSVCQLLRHYARAERCMYYEPLLITPLQRKVPASLQEHCRAEICSR
TTFQGVDHLPLPNSLKLFLREFHYKVPVKKTEEKSTQTPIPKKRFSSFFHRD*                           
>Adig_18804v101754                                                              
MHEAAYAGRQDFIERLLSCSADIDIQNSDGATPLFTAAQYGRLTCLKLLLKKGADVNKLTVDNASPLFIAAQEGLADCVT
ALLSSGASVDAPTVNANMTPICLACQGYVDCTKLLLDRGANPNHVYEDVDVLPKTPLMVAVESDCADCAKILAERGADTN
MSTYTSPLILAAQNSSCECCKILLDFGADPNFSDRGKNTALSIAVTRFCYGHSHKTQKAQLDCIKLLLKLGASVDKLHEG
ACVAFRDPIAMKVQSPDLFTLLLEFEGNRPGTREMCRANSRAKKTNLGWRRLVRVTNSPRSLQHLCRLVIRNRIDSFRIQ
RIPELPVPPSLKQFLMYSNL*                                                           
>Adig_20626v116233                                                              
MSTFSVLANNCVSEIKIPKKIEAAHSVDYNPVLRLCATDNRNRGRISVWNPVSKKVVASISTTCDGFSEAIFLPGDRIGV
SASEANHGGSVEIYSIDAYGKRSRRRLTIEGEQLLTVDPGPIALSPRKTLLLADATSNCSEIFEIFVDWDNLKVLKSSTI
DLSIAEHEEDEREKNRVPGTYILRCLPDFIIISCELGSWGLSVAKVRVVSKEEVKCEERHKITYYMLEGEKKELKDRGCP
VDGVVHDGEHLIIANGDEVVLLESLTEGSTAHLIANIEVNDFNHPGLAINEKGQLIVCNDTVIKVFEYNCNPRTLMALCR
RNIRKNTQSNYRSRVNKLAIPQVQKDYLLYEYVQPLCHQ*                                        
>Adig_20627v116232                                                              
MTYLSCPTLDEMSAIRVLTNNCVSEIKVPKDVESAHTVDYNPVLGLYATVNRECGRVFVWNPVSEEVVASLSTTCDGFSG
AIFLPGDRVGVSASETHHGGDVEIHTLDGKKSRCLKMEGDQLHTTYPGPIALSPRKTLLLADVEDNCREIVEIFVDWDNL
KVLKSHTIDLSPPKHEEDEEEEDDMCGTDFLCCLPDFKIISYEQGNWGLSVAKVRAFSKEEGDEVVLLESMAEGSTAHLI
ADVKINDFVKAGVGINEKGQLMVCNDTVIKVFEYNCNPRTLMALCRCNIRKNTPNDYRSWINTLAIPQLLKDYLLYEQVQ
TT*                                                                             
>Adig_21038v102367                                                              
MARRTRIQDQSTEDARYNVLSPDSVFAALENQPGSLQQHCRTFILQAMGLKRLARIVDLPIPKTMVNFLANQLTVDDFFV
NRNNLNSDHISHCVYPAKCLLDMSEVLLKCIPPCLVDDRVSSAMEAWKDVSHPNIMDKLVQFNQGGTEIIVYEYPPVALM
DILGGQRRQSRFLPEYLIWKAFNELCSAIKYLNEKGIIYETANPTERISFDENGGLKLDSGLLYMPSPQDAMNAMAMGDS
STGIYTTPEVLTGQQFRTASQVWLLGCILHEIAALQPAYQVEGTDMFATLANIMEGRAPPPIDDGFSRELKSTIIECLKG
DPDQRPKVEELANRATAIMERMKRGYEGRQIVDL*                                             
>Adig_21521v116888                                                              
MGADVNISSKSWNHATSLHFCSQLGKLQNIRLLLNYGANMYIKDKFGLTARDRAKKHPECEEVLLKHEERPPRLLQLCCW
TLREVLGTQGLERVHELPIPNNLQKFLVQQCFS*                                              
>Adig_22632v117813                                                              
MLRKRHRRRERVMENPVYARLREAVATGNVKVVRERINEGASTNHMDANGWTLLHLAASRGKERVLRVLLEKGGDAFARD
FVGGFTALHYAAMHGRTRIAKLLLDFKGLDKEKLVDARSEDGWTPLHVAAHYGRDSFVQLLLESKGYVDALSDKGTTALQ
LAIIRERTSSIKVLLNWGANIDVQFGFPLRYAVIKGNVNCVRMLVEHGALTSIKRPEDGQTPLHLAALRNSEPLARLLCK
FGADIHAFNDEGLTPLAISQMMFNVNSSNKACLDFLISVSKNPRSLQESCRFVIRDALGAGRLGEITRLPVPNVIKDFIL
YKCD*                                                                           
>Adig_22776v117923                                                              
MGSRISAVKRNDHNDNRQGVYKSLNISPEEDRARDLARPEKLDILFDRPSLPEEALLGHAWNPNDRSVNIFVKEDDPHTF
HRHPVAQSTDCIRGKKGYSRGFHVWEIQWSTRQRGTHAVVGVATSKAVLHCTGYQSLVGSNEESWGWDIVRNKLYHNEKN
ISAVKYPVLSDNDHSFVVPDKFRVILDMDEGTMAFETNDGRYLGVAFRGIKGKTVFPIVSAVWGHCEITMKYIGGLDPEP
QPLMDLCRRTIRKSIGKDQLTKGNVDKLPIPVPMKKYLLYQQGW*                                   
>Hmag_XP_002160204                                                              
MGSRISSSKRTAETFNNGKESKLKRRLGKHSGKRDILNHNENCFPRPRKLEMLLDRPEASRCVKEQHGWNAEDRSMNIYV



KEDDCRISHRHPVAQSTDAIRGKVGYSKGLHVWEYTWSTRQRGTHAVVGVATAKAILHCAGYHCLVGANSESWGWDLGRN
KLFHNEKAVLSQTYPKNLGSDANFIVPDTIRCILDMDVGELSFEVDGQFLGVAFTGLKDKTVYPIVSAVWGHCEIKLDYI
GGLDPEPLPLMDLCRLKIRQQVGKENMTEETLKSFDIPRQMRDYLIYKW                               
>Hmag_XP_002159293                                                              
MSGNGDIPSRKISNRRGFIREEQNERNVEHDHSNRGHRHLLADIFAQGRRHIQSRRRSQDIEEISKPTGTFGNDDEEEEE
DEFNEADFCWVWEEECKSNDVVFQNNNSEVYFHPDYSCGTAAVRGKNQFQEGEEHYWEIKLSSAVYGTDMMVGVGCDGMD
LNKYKSQFCSIIGKESNSWGISYFGTVHHNGKTREFTKKFERGSVIGCHLDLWKGTLSFYKNGEPLGIAFEGLLGKKLYP
MISSTAARTKMKLVCSYKINFSLQYLCCKEISKNISSSSEALADLPLPSGLKRYLGFRMDWVFRLHKLQPSSSGMGPSRK
RVKR                                                                            
>Tadh_XP_002114290                                                              
MGGVVSSGEDNDELIDNLKKVDYLRTPSVEKAFRSVDRGHYYLEEYQENAYCDMAWKQGNLHISAACIYAEVAERLMIQP
DYRHVIPFKGQSFLNIGSGTGYLSTVIGNLLGPFGVNHGIELHLDVVEYAKSKLKEYLIMYCNDEDIIDFCNPIFVHGNC
FRINPSARRYDRIYVGAACPEESYDFFKQLLNINGYLIMPFNDKLIRVRRLDENNWECEEMLDVAFLPLIPASANDNDLP
HIQMPACKPHSLRSLCRRTIRKALGKSILNKIKELDLPPTLKNYLCYNRNTRKDRIRTISGGSDLDRNESNGNDQLVK  
>Tadh_XP_002109695                                                              
MVATCAIGPIQEAFPDNWTWNIDDKSPDVELCSRREGAYFYTDPVIDSTGTAAVRGSKGFDRGLHYWEVTLCEPTFGSSV
MVGVGTKKAKLRTNNYEYIDILGTDCESWGLNYKGYLFHNGRPTKFTDTFYAGTTIGVLLDMNVGKLSYFKNGSFLGTAF
DDLLDINSELYPMIASTAAESEMQLGIRGSKFVSLEDLCRRTVRRYVDYANIDKLCLPQPIRNELKVL            
>Mlei_ML014415a                                                                 
MAIEDSDFCPKRASENVEQAFRNVDRGDYISGFPSTQVYGPDQTLRKTDNTYAHLSAPCIYAAVVEALDVQPGNSFLNVG
SGTGYLSTVIGYLIGQGALNHGIEVRKQAVEHSYLCLEKYITQCIMFDATELAIPLFVCGNGLDIDTGYRKYDRIYVGAE
VPQSHKRTFCALLANRGKLVMPYMSKLICVTRDDDSFTCKELMSVSFRPLLTPEMLAEEVVGEDAESSDRDGDPRIIQIG
TNVGTLQEMCRYQVYKLLGRDNLAKVRELPISTVLQDYIVFYRDPTLPDKRERPVYDEPPPPPRSRIQAILQDPPPRIGE
YLGLVERLIAERGRPDGADNSEDEGEPDDTDDEDIMAEMEDAEEDLPNLPQGELGEAFVEESENSAEEMDAADEWGSENG
NLEAQVEEGEEENVDEPDVRQDGNG                                                       
>Mlei_ML13568a                                                                  
MYAVMNEDEACLLSAIKAGAPLNSHIDLEDTSVAGDLDSKTPLHWVASRGNANFLKLLLEAGADPNAKGTWSGRTPLLEC
SDNIECTRLLLAAGADVNAVDSEGNSVLHYAARTEQFSYLQYRFLVQCGAKANVTNRLGETPIHKLCSYSNDTLQRSKAL
NICIKNGCNVNKIDYNGRTALHLAAAHSNEECVQTLLRNDAVVDAADYDGMTPLHFASRRRGGEGCVAILLNAGAEPDYE
SGNAGFTALQLAVQHNNVASVRLLLHYGARPVCQSPNYDICRRSCCVRHHTSCTSRGSFRQVNTEDTPLLLTASQLIVAN
AIGTVPSLQSLCRLAIRRLTGPRNLHKLLELQQPPSSGYLAHRGEKPTNTDDSIPHIKRKTSCLARRALLENENLDQETK
YLSLGCGEGVLDSADLIPGPIRRYLLHVEEYEMWWEMRKKNKIFAIAAAGSARYR                         
>Ocar_g1075_t1                                                                  
MPLFKRFRPRVQTNKGDQSKNSTLEGVDSTFSLYACALSLSHDDEVWKCQFSPVNDTILLTTTYGKVTLWNLETSTPLAE
VIGADGYCSATFSPDGKSIACSFGDNQISIGAVDKNLKKLKKIKPPHEIAFGNSTRALQYFGNDLLVSASWDSHVRVWKI
KKGKLAASTDVCEFYKQPVKQGLWWCCPSPDGSILAIATSTSDIYLIEADSLALRATLSGHESDVYHCEFSRRHGHKVLL
SGSKDGTVRIWDTDVGKCARVHETGFPVKACLLSEDGTLLAAGGDAFQVILLDPDTGTTIYSLKLDDESFHHAVFGLSMA
RSGRYLAAAYTDSKVRVWRLADRRTLKHQCRLFIRALVAEPQLGHLPVDYSLKCYLQFSFDCP                 
>Ocar_g2068_t1                                                                  
MGGAVSRGIDNDDLVENLKRDDYIVTPAVEHAFRLVDRGDFFLPEDRENAYEDHAWRSGTLHMSAPCIYTKAVEALNFRP
GLSFLNVGSGTGYLSTLVGTLLGPHGVNHGIEIHESNVQYAQGKVREFMKTAPEFDLTSFCVPNFVVGSGLFINPAYRSY
DRVYCGAACPEEYIDFMKSLVNVGGILVVPFVNQLQRIERVSNDDFKIDSILSVSFADLILPEKEENKLMNSIEIMSEPI
SLQDSCRLTVLSSVKESRLNRLTELPLPKSVLPYLRCYRDAESIQRKVAEKREAADRMRAMMKRVPKKRRKSDEGEREEG
DGSDSSDDGDDDEGGANIRQFHFGGPLLIQLGRLGRLGRYGIVANPTGLGIPAMPPPPPPPPEIDLGFVMGGSGSTPQRA
AGGDGNPFILVDSAALNPVVKFNPANSRAVCIGVGRSVHMRRSAHDVATFDGDAKTVSKALRDSLGFPPAGIRVLTSDSA
YSATASNVEHSLTSAAKEVESDGILVVFFSGHATRFDGSRVGMAGSDFLDNSKQLISSDVLLRAMTAMKSNESRVVVILD
CCMAAGLAKEVMTEDGSHHRVHVVAVSSTVEKSVSTKELGSGTFAYFLSDYLKKTEPRVKGALNLKELVDHCLPLCKAMS
DLVLGNEDAHAHIKPIQLISASELILKDVDGRFKVELAATDETDGGRPMMDMSACFSYLSYQEKEEFEVDVMWAKEISKW
LKTTAESSLKTLGHHLEKANVYKTVVSLLMRSIGLLSGSVRPDLAQKPSTFLLSTFRVREAMVDMMGELDKERLQLSLSE
LQYFMLGVAISMGKEVGQMKKLQEFASRLKSDVGGEEDELDEVKRHVICK                              
>Ocar_g4441_t1                                                                  
MLCHPQTAQLFLNKVTDHFPNPALSTSKGVFSDEPLTGRFECMEILLKGGINPNRGDKGGWSIIHRAAWSGDINSIRFLA
RYGVKLDEKNARGQTPCDLAVIKGFRKTVEWLDSNVTNLQILCRRVVRECLGPNAEVLINRLPLPKRLKVIVNFGIPYRG
WSAKIIPPLPWENDNLSTAPSPDVHAFLCKYALPSHLKKHGIEEDHIGNREDLITALKGLYLDGEFTDFEHEEPVWKFRD
YSVEKAMKNKRKPIFLNXXXXXYHVNIN                                                    
>Ocar_g5006_t1                                                                  
MSQSTKLPKGLALSNSPNAFGILSLKDLKDRILDVVESGDLDELRKYICLSVNGFTINSRVKDGETCLHIAVRRGFVDCV
EYLIKQKANLKEKSVLFDRQAIHLAVLDRHINVLRVLLQGGADCCVQDKLGATPLFYAANAGSVDMVTLLVEGNRRRADG
LTGIRARYVDIGAKERHGNTPVLAAAQNGHADVIRLLVQYNCHLDQRNSLGWTVVHAACQANSSEALTTLLEVRPSMLSL
IHCRSTVSWCLPIHVACRFGCLDTVLELIKRGSLVNEKTKEGFTPLMEVIESYGSCACVNALLDAGAKPDILNNKSNKTV
LIMAIERVHLQAIWLLLNYGANMELPCHQRKNARETATAGLAKTIRKNGTIREVGWWKEIIDALDYFNGRMRTLQELCRI
SIRKAVGVKKLEDINSLPLPTFLRVYVRDMRYRTPPEYH                                         



>Ocar_g9760_t1                                                                  
MAKDVNRQTALMLASSRGQIECVRLLLKAGASPNAVDTDGQSPLHLAVSWRGGDALACAQALVQAGACLNAQGRIAMAKL
KLKNFFFKIAVEFLLHCGADIHARSNLEWTPLHEAAREGHYNCAKVLLEGGACTDCLDCTGSTPLVDAMKEHHLDCMDLL
LKHHAPSNGPGIKEANDKRPLHLALRMNFYQAVELLFHFEADPRITSPDGDKQTSAYGIVKKCNAITKAVFWDCCYAYKY
QGQPGVKSLKSLSRIAVRLFCTEKGLSIESLPLTNETQQYLKYRE                                   
>Aque_XP_003387675                                                              
MIAGQTLIPAQYLNQMLNQPEREEEEEEIKNYITADVVKRKRTSKVSGRSPFAHRVSLHDILHHLKLCGWYWGELSSEEA
DSILHTASDGSFILRDSSDACHLFTLSLKAHRMVISVRVHFSRGLFKLDSSTSDCPSFHSVVDLIYYYLSDSHRFFYVDV
PGYGEVRVTLKHPILKEVLPLQHLCCISIVRSCRTQGHIETLPLPAHLKRLLLEFCSESSSS                  
>Aque_XP_003384649                                                              
MSKSDSKRNSKQDPVEEEEEMETEGGKTKKKKSEEMGVARSHETDKVEGEASSSKAMNKKDEELEYEAESEESDDGVKEG
EKPAYIGECDLENPLTSPWIRKRFKRERKQRLKEIEELKQKAKKVKEKFNETKKLKRQKKRKELEDEMTNADPERLGHMF
QRRQEKMMRRMMPHNEYEPEGSHYRRGYRDRLYRGRLGSGERSDWMRGYGIMDHRSQYHHMYEYMEMYREYQLRSSYSAR
EGGHDSERKFLERQMLMMMDDESSSETSDCSELEDIEIEIYKKSCLNMKISDFIDLKTVKDQFSNKMMLGDAHTAERLLE
LHPEIRDDRTFVSAMIYQAASSRTSSCLRTLFHRVRAPSSRPSPHADQNGKTPLHIACEKDFTDIILTLTQFKAKIDKRD
NDGNTPLMTAMMHGAGKATLETLVARTKLKLTEHTNNKGYCLLSYHGPWSGSIRVSTRSNEDSLAYLLSVAKEKNELKAL
LSHVIPENQNPPLFQALSASNVANAKLLIINGADVNYQHPTLPNLQPIHLSAKIRSVEIMRLLLENGAAPDAKDSNGWTV
LHHLFRPYLEHMISDRDMIECCMVLAEHGANFNVSLPKSGYTPFHITMQFAARNELNDHVIKLLRMGGNALILDWYYNLT
PYEISKRARDPSLKAIMENYVLNVKSLAESCKWVIRQSMGEHGSIYRTASQLPLPKHIIKYITDVDLDIEKELEESKAFK
RPDAFVGF                                                                        
>Aque_XP_003382415                                                              
MSRRIGTIGSGRERSSSGGNYPSPGPSGQEKRRSNSTVLGKLKNKLTRQRSTQHGERRGVDDLPPHPPLLKSSTLPARMA
TDDHYSSSHSSSSSHPIPWGLPVQEDSPGTDDESVDSGLDPRGGETSSDSSPRNQKLCSIYDEVSVQRAFGPAMKDIGRW
FSQRQYLSLSEAAENDRLGSRPPLPLPPSPSRHDNNAHNNDTNPTPLELYGKVQPRLLGSNGLELGLRDLAQYGWYWGPM
TRLEAEERLTGSSDGTFLVRDSSDDRYLLSLSFRSQGKTLHTRIEFCNGHFSFYSFPDSENEGYTSVAELIQRSMQYSSV
GVFCFSRARTMGSPAVPVRLLKPLSRFSQLRSLQHYCRFVIRQAIRFDSIRHLPLPRHVHTFLEQSQF            
>Sros_PTSG_08702                                                                
MSDVASTTATAGTSEGRASNTAHAAEAFLAAETGNIDTLRRLINKGLFDPSTTNDQGCTVLYLLANAGNVQGMKLVLDSG
VDIDQDNIAGFSALHVAACTSNLQTVKLLVERGAVVDKRSDEGFTPLCYAAEAGSDDVIKYFIKHGADVDARSMHGCTPL
FHAARCGHINAASTLIRLGGDPMARAKDGATPMFEAARGGHILCLTMLKRAGADPFHQVDYGATAMHIAAFNGHADCVRL
FARWGCNPNTLTEEGCTALHYASYMGHVGCVKLLLSLGCSPWIRSTESAWGRKHGNENRLALDYAREQYRCSDLTCVCQS
QVADANKKAESARVIQQAMQRLPSLADRCRQLIRATTPLDKLDTLPLPEQLLSYVKYEAECETTLTFTVPNCKGPKLQRP
*                                                                               
                                                                                
                                                                                
*******Sina***********                                                          
>Hsap_ENSP00000322457                                                           
MSRPSSTGPSANKPCSKQPPPQPQHTPSPAAPPAAATISAAGPGSSAVPAAAAVISGPGGGGGAGPVSPQHHELTSLFEC
PVCFDYVLPPILQCQAGHLVCNQCRQKLSCCPTCRGALTPSIRNLAMEKVASAVLFPCKYATTGCSLTLHHTEKPEHEDI
CEYRPYSCPCPGASCKWQGSLEAVMSHLMHAHKSITTLQGEDIVFLATDINLPGAVDWVMMQSCFGHHFMLVLEKQEKYE
GHQQFFAIVLLIGTRKQAENFAYRLELNGNRRRLTWEATPRSIHDGVAAAIMNSDCLVFDTAIAHLFADNGNLGINVTIS
TCCP                                                                            
>Hsap_ENSP00000349156                                                           
MTGKATPPSLYSWRGVLFTCLPAARTRKRKEMSRQTATALPTGTSKCPPSQRVPALTGTTASNNDLASLFECPVCFDYVL
PPILQCQSGHLVCSNCRPKLTCCPTCRGPLGSIRNLAMEKVANSVLFPCKYASSGCEITLPHTEKADHEELCEFRPYSCP
CPGASCKWQGSLDAVMPHLMHQHKSITTLQGEDIVFLATDINLPGAVDWVMMQSCFGFHFMLVLEKQEKYDGHQQFFAIV
QLIGTRKQAENFAYRLELNGHRRRLTWEATPRSIHEGIATAIMNSDCLVFDTSIAQLFAENGNLGINVTISMC       
>Hsap_ENSP00000383256                                                           
MLFFTQCFGAVLDLIHLRFQHYKAKRVFSAAGQLVCVVNPTHNLKYVSSRRAVTQSAPEQGSFHPHHLSHHHCHHRHHHH
LRHHAHPHHLHHQEAGLHANPVTPCLCMCPLFSCQWEGRLEVVVPHLRQIHRVDILQGAEIVFLATDMHLPAPADWIIMH
SCLGHHFLLVLRKQERHEGHPQFFATMMLIGTPTQADCFTYRLELNRNHRRLKWEATPRSVLECVDSVITDGDCLVLNTS
LAQLFSDNGSLAIGIAITATEVLPSEAEM                                                   
>Skow_XP_002740720                                                              
MSRQPTNGKSARGPTPTGAPTPASNQDLASLFECPVCFDYVLPPILQCQAGHLVCSNCRPKLSCCPTCRGPLGSIRNLAM
EKVAQTVMFPCKYQSSGCPVTLPHTEKADHEEACEFRPYSCPCPGTSCKWQGSLDAVMPHLMHAHKSITTLQGEDIVFLA
TDINLPGAVDWVMMQSCFGHNFMLVLEKQEKYDGHQQFFAIVQLIGSRKQAENFAYRLELNGHRRRLSWEATPRSIHEGV
QAAIMNSDCLVFDTSIAQLFAENGNLGINVTISMV                                             
>Dmel_FBpp0070458                                                               
MSTLANGGKEEDLKILAQLKSIEQINEQRRIFLNSTINEEVPEATNGSTVREEDLEKNLKAIDEPQSTKMPPEEVAKKTP
DEVPAQEQQKEPEKVEPAKPVPPNTLTLNVKYATLPSPNVVTLRSPLSPPPKPPMLGRTRSTGPADGKGPASNGALSPDS
SIIRQSFPEGVITPSKPEKSPATPSEEGPPTVSARHYEGLIEELRCPGCAGAMKAPILLCKSGHSVCEQCTRILLMCPLC
KEPFTNSRSLTVEALCAKAHFRCGHASGGCQVRMPVVLLPWHEQQCMYKPMKCFMGRVWGDCRWQGREVQWKEHLEEQHD



DRLFRSSSADLEWNLGTRRKPLTGYYVFQAHDEMFNFYEIHDRQRVLFTMTCTSNRRDSKYNFAYEVTVLLPDNEALSMT
QKFPVHSEYDKDILMEGTCVSIPLTELNRFLDQDKVLHYRVSVLAVKSPRRAKPPRQNLPQPADLEQAPNGGVNVKSVPT
NMIITRTYKEAIGEVTKADVASPDSEEDPAAADGAGAIGADGAGGVELERKWGTPQLHFNRKYLRNTLNDATPAEDELRP
LAADLRNGNGDDKLSQCSNSTSYTKKVSDSLRRSFRALKADIVELRPFSKKAVRDGSTSPVQSNGK              
>Dmel_FBpp0075091                                                               
MSNKINPKRREPTAAAAGAGATGVATNTSTSTGSSSAGNTSSANTSSSSSSSLSSAGGGDAGMSADLTSLFECPVCFDYV
LPPILQCSSGHLVCVSCRSKLTCCPTCRGPLANIRNLAMEKVASNVKFPCKHSGYGCTASLVYTEKTEHEETCECRPYLC
PCPGASCKWQGPLDLVMQHLMMSHKSITTLQGEDIVFLATDINLPGAVDWVMMQSCFGHHFMLVLEKQEKYDGHQQFFAI
VQLIGSRKEAENFVYRLELNGNRRRLTWEAMPRSIHEGVASAIHNSDCLVFDTSIAQLFADNGNLGINVTISLV      
>Dmel_FBpp0290897                                                               
MSVRNSRPQLSWPERVSPQRTIDTPTASGEMLTRRQSAPALVVPPEETTHVVVVKRQSPDAAAAGELVPSRRKDSVAVQS
GIVATGPLDTTRSGARDDFLMALLECPVCFGYIMPPIMQCPRGHLICSTCRSKLTICPVCRVFMTNIRSLAMEKVASKLI
FPCKHSHFGCRARLSYAEKTKHEEDCECRPYFCPYPDDKCSWQGPLRDVYQHLMSSHENVITMEGNDIIFLATNVNLEGA
LDWTMVQSCHGRHFLLSLEKINLGEDCQQYFTACRMIGSMKDAAEFVYNISLEAYNRTLRWQSKPRSIRENFSSFTNADF
LVLNKHTVELFSEDGNLALNVVIRKVEERTN                                                 
>Cele_Y37E11AR_2                                                                
MSNRNGGGGGGDYQDVIESLRRTQLIFEEDDNNSSDSAPQANHLSRHQTSNSLVEDMVNHSNGNPPPVPPGITQQQCQIG
LTPRMSASPPSAVSTISGTAVLGKTMARVQSNPPGSIPHNTTTTAQGIQSVAPHIPIGGGGATDDSSAEILSVFECPVCL
EYMLPPYMQCSSGHLVCSNCRPKLQCCPTCRGPTPSVRNLGLEKIANTVRFPCKFSTSGCPLNFHHADKTEHEELCEFRP
YCCPCPGASCKWQGGLSDVMEHLKKIHKSITTLQGEDIVFLATDINLPGAVDWVMMQSCFDYNFMLVLEKQEKYDPAQPT
QMFYAVVQLIGSKKEADNFVYRLELSASRRRMSWEATPRSIHEGVVVAIQQSDCLAFDSNAAQLFAENGNLGINVTISRI
DTPQRRHPNELENSDLEYD                                                             
>Ctel_153103                                                                    
MPPGDLANASNNDLASLFECPVCFDYALPPIMQCHSGHIVCSHCRDKLTQCPTCRGPLGNIRNLAMEKVASQVMFPCKYC
SSGCPVALPHTDKTEHEDTCEYRPYCCPCPGASCKWQGSLEQVMTHLMQQHKSITTLQGEDIVFLATDINLPGAVDWVMM
QSCFEHHFMLVLEKQEKYEGSQLFYAIVQLIGTRKQAENFAYRLELNGHRRRLTWEATPRSIHDGVQSAINSSDCLVFDT
NIAQLFADNGNLGINVTINRC*                                                          
>Lgig_115055                                                                    
TSNPDLASLFECPVCFDYALPPIMQCQSGHIVCQTCRQKLRMCPTCRGELGNIRNLAMEKVASTVMFPCKYSNNGCQNTL
LHTEKTEHEETCEFRPYCCPCPGASCKWQGSLEQVMPHLLQIHKSITTLQGEDIVFLATDINLPGAVDWVMMQSCFGHNF
MLVLEKQEKIDGLQLFYAIVQLIGTRKQAENFAYRLELNGHRRRLTWEATPRSIHDGIQSAILSSDCLVFDTNIAQLFAD
HGNLGINVTISVCER*                                                                
>Lgig_181575                                                                    
MEDHFVCPICIEFAEDAVETTCCHNIYCHACITSIHKDECPTCRASKPKYKFEVSHLARRLIGGMEMTCPFGCGTVVPRS
EKKGHELTCINKPYHCPAMGCEFQGVREAFLQHMITEHASTILKNVDQLFEGAPLEAAEVEIDRIKTTVNFKKAYARLGE
TGKYYCSKALDGPRCTCCNGNCGPTNGCNCSSCMKLDVYVRKLPNNWFVNRDGAACRKGVT                   
>Nvec_XP_001637064                                                              
TNADLTSIFECPVCFDYVLPPILQCSSGHLVCSNCRPKLTCCPTCRGPLGSIRNLAMEKVANTVSFPCKYANSGCEVNLP
HTEKAEHEESCEFRPYSCPCPGASCKWQGSLDAVMPHLMHTHKSITTLQGEDIVFLATDINLPGAVDWVMMQSCFGHHFM
LVLEKQEKYEGHQQFYAIVQLIGTRKQAESFIYRLELNGNRRRLAWEATPRSIHEGIASAILNSDCLVFDANIAHLFADN
GNLGINVTISMVS                                                                   
>Adig_6970v104715                                                               
MLTRGRYLSKNNVGPSMNFMCDMNRQSTSQSSQKPPRMNGTQQGGPTNADLASIFECPVCFDYVLPPIYQCSSGHLVCSN
CRPKLSCCPTCRGPLAGIRNLAMEKVANTVSFPCKYASAGCEVNLPHTEKTEHEDFCEFRPYSCPCPGASCKWQGSLDSV
MPHLMHAHKSITTLQGEDIVFLATDINLPGAVDWVMMQSCFGHHFMLVLEKQEKIEGLQQFYAIVQLIGTRKQAENFVYR
LELNGNRRRLAWEATPRSIHEGIASAILNSDCLVFDTNIAHLFADNGNLGINVTISMVS*                    
>Hmag_XP_002162099                                                              
MSKMSNLMRPVGTASPNAIKGDVPMNIVSATMNISSNPDLASLFECPVCFDYVLPPIFQCSSGHLLCSNCRPKLTICPSC
RGPLGSIRNLAMEKVANTVLFPCRYSSSGCNVTLPHTAKIEHEDSCECRPYVCPCPGASCKWSGTLDGVMPHLMVSHKSI
TTLQGEDIVFLATDINLPGAVDWVMMQSCFGQHFMLVLEKQEKFEGHQQFFAVVQLIGSRKQAENFAYRLELNGQRRRLA
WEATPRSIHDGISAAISNSDCLVFDTSIAQLFADNGNLGINVTISLC                                 
>Tadh_XP_002108034                                                              
MDERSDAGLNEQTATDSHQNDEDSNYKQIKRKHEDNQSGDQFSSIINLFECPVCYDYVLPPIKQCTRGHLICEKCRLKIL
KCPVCNETFETDVRNLQMEKLARTLVFPCKFRQSGCQLCFSPDERKIHEDSCPFRIYSCPFPITCRWQGSLDSVVSHIVN
SHKTVPMQDGEDVVFSFVITSEVTVWAMIQKCHDQHFLVLVRKIEMSHYIYQLYALVQVIAPKSIARNFAYVLTLKDEQR
RLALESSPISINDCIDDAIAVRDCLSVDFVTAKSFSQDGNIRLLVAIKAI                              
>Mlei_ML070259a                                                                 
MHTVNHTANEDLTSFFECPVCFDYVLPPIIQCSSGHLICQNCKPKLNSCPTCRGPLGNIRNLAMEKVATTIFFPCRYSQN
GCHQRLLHTEKTEHEETCEYRPYQCPCPGTVCKWHGPLEAVLQHLTTQHKSVTSLQGEDIVFLATDIHLPGACDWVMMQT
CFGCNFLLVLEKQEKHEGHQQFFAVVQLIGTRKQAEQFQYRLELNGHGRRMLWEATPRSIHEGVTAAIQNNDCLVFETSM
AHMFSENGNLGINVTISKRRP                                                           
>Mlei_ML32749a                                                                  



MSGSSERWTRERQYSRDLEENLRHSRDSSPDRETPRNKTKRIKVGNDRETQILQFHEKVSEILICTVCLANPNTEIYQCH
YGHLMCIGCFYRLLADARIKDEQARCPKCRVDMSRNSCVRNLAVELLLTELLSDCIYCNATMSRNRLESHSKECKARPVS
CTYSKVGCNWQGPSHSSHQHSDECDFQHRPVRDIISHINKNDRKHDDQIGKFRSVTSFMSHAKLFFTDIVLSPHRTDDFI
PQLFYESSKFSLFGHYWLVRGRVQGDEHNFQRTLSLKVVLKGKSSMDVEFCFTRDAYSSVDIIPEVNRHSYTAEDSESDY
MEIKLVQPLDLNNLLAEKSIKCRLYMAQL                                                   
>Aque_XP_003385650                                                              
MTHLPYPTIGAGASDSSRDLASLFECPVCFDYVLPPIHQCDSGHLVCSNCQPKLATQICPACRGPLSGVRNLAMDKVAET
VLFPCKYANSGCSLRFLHNEKRKHEETCEFRPYACPCPGTTCRWQGSLDEVLDHLLNAHKTITTLNGEDIVFLATDINLP
GAVDWVMMQCCFEHHFMLVLEKQERHEGHQQFFAVVQIIGTEKQAEQFRYKLELVDSRHGRKLAWEAKPRSIHDGISQVI
SGNDCLIFEPSMAQHFGENGNLAINVTIG                                                   
>Apar_comp15342_c0_seq1_fr4                                                     
RSSSTGL*KSKKTWNSSARFSALTRRE*RSPQRFAG*SRCTKFRQKLDVFSISSRPISSFTDTCFRATKHSGCCIFTHFP
LQTFHLFNYLRPLTYLFLLSFSGCPE*VMASEIGDLLDCPVCYNGMRPPIWQCVEGHTFCDQCKEKLADCHTCRMSLRVV
CRNRALEEVVRRTMIACKHSEEGCEVKLPLNKLTEHEEKCTFRPITCPHYHGWRHKVCKWSGPVSKVVEHLTKTHAVSVT
QLPNSVSTSTVQRVNNTLGHAGADWGPFLYLYKNRYFLLEFFHNAKDKDYRATLRSLSQGDSDGLAYYQIQVARHSRRLI
WEGVVRSVRDSQKDIIDSNDCFTLKENLAIFFSDNESMGTEGLDKLECDIKLKISMAPLGDP*KCQRLERTEGGWGHGKV
GKFRI*RDS*SGWASVNRI*LNDQAHAGVMGCAFKSWYVGLV*IHLFLHMRAARPWTRIHDYPYNMYIPKPRSLLYTNFM
LTFLGVRVLYLVSYDILNLSKFRGFVLW*TVAGLFFPSHCCLPNCLVYYFLLSYTNYYLFLYFPLFSFFFPFFFLWL*LL
FKCLHTHMPCFVN*NVWIVLRCFIGLCVYSHAFLFFFCTSLFNPTA*ITLRPLFA                         
>Apar_comp15342_c0_seq2_fr4                                                     
RSSSTGL*KSKKTWNSSARFSALTRRE*RSPQRFAG*SRCTKFRQKLDVFSISSRPISSFTDTCFRATKHSGCCIFTHFP
LQTFHLFNYLRPLTYLFLLSFSGCPE*VMASEIGDLLDCPVCYNGMRPPIWQCVEGHTFCDQCKEKLADCHTCRMSLRVV
CRNRALEEVVRRTMIACKHSEEGCEVKLPLNKLTEHEEKCTFRPITCPHYHGWRHKVCKWSGPVSKVVEHLTKTHAVSVT
QLPNSVSTSTVQRVNNTLGHAGADWGPFLYLYKNRYFLLEFFHNAKDKDYRATLRSLSQGDSDGLAYYQIQVARHSRRLI
WEGVVRSVRDSQKDIIDSNDCFTLKENLAIFFSDNESMGTEGLDKLECDIKLKISMAPLGDP*KCQRLERTEGGWGHGKV
GKFRI*RDS*SGWASVNRI*LNDQAHAGVMGCAFKSWYVGLV*IHLFLHMRAARPWTRIHDYPYNMYIPKPRSLLYTNFM
LTFLGVRVLYLVSYDILNLSKFRGFVLW*TVAGLFFPSHCCLPNCLVYYFLLSYTNYYLFLYFPLFSFFFPFFFFLFVVV
GSSGDLCVCVLWYVCVLVHCVFVEGGG                                                     
>Apar_comp550363_c0_seq1_fr4                                                    
HEAACPCHPIKCPSFSPSRRNRCRWRGSHEGLLEHLKTEHDAKMRVFAKGRPIVDILSNPNGVEGAHWGPFLYT*DN   
>Amac_AMAG_05745                                                                
MADPSSTAALWPASVNAGSATPPRAFAPPPSGPSATPPVTSPTADHSARPPQPQRSVSGPAVATMAMTTVAQAATTIPPS
IDDEVLFVQQPSLSLMCPICHDVCTDPVITHVCHHSYCAACIAQSLEIEPYCPLCRRRIKADDLHPNLALAGLISELPVY
CHYRRYGCTSIVRLDSLDHHTRTCGFAPARCKNESFGCTFSGTVQEVERHIQSSCVFTPLTKYLEVTERRLQQLEETVKH
QQAEIGRLTMLLTKHPVTGLLVAVPSDGTLSPAPEVDLDEAMRVEEDPFPAGEIQCRRTIREHTCGVTSVTYHDGTIFSG
GHDGSIKIFNAETGTHMKTLNEHRETVWSLAVDDQQQRLFSASKDGTIKVWDLRRARRSSVSSVHTGTTAMTVDGAGAET
SRPWSRESAAAPSATRTSPLLLDTLVAHQGKIYSLAIANDDDSQRRLLYSGSGDRTVRVWDLQATDVAPTASIPCVGLFQ
GHTEGINALRVAGTSLLTASNDKTVRVWDRVTGQCVRTLTLDSEVLDVATCPDAGLIFASTYDATISALDLRSAAGSGET
PSAPVAVLAGHNWGSVAAASV*                                                          
>Amac_AMAG_12288                                                                
MADLSSTPAPSPWPASATAAGSAAPPRPFALPPGPSATPPVTSPTADHAARPPQPQRSVSGPAVATMAMTTVAQAAATIL
PTIDDEVLFVQQPSLSLMCPICHDVCTDPVITHVCHHSYCAACIAQSLEIEPYCPLCRRRIKADDLHPNLALAGLISELP
VYCHYRRYGCTSIVRLDSLDHHTRTCGFAPARCKNESFGCTFSGTAQEVERHVQSSCVFTPLTKYLEVTERRLQQLEETV
KHQQTEIGRLTTLLTKHPVTGLLAAVPSDGTLSPAPEVDLDEAMRAEEDPFPAGEIQCRRTIREHTCGVTSVTYHDGTIF
SGGHDGSIKIFNAETGTHMKTLTEHRETVWSLAVDDQQHRLFSASKDGTIKVWDLRRARRSSVSSVHTGTTAMTVDGAET
SRPWSRESAAAPTATRSSPLLLDTLVAHQGKIYSLAIANDDESQRRLLYSGSGDRTVRVWDLQATDAAPTVSILCVGLFQ
GHTEGINALRVAGTNLLTASNDKTVRVWDRVTGQCVRTLTLDSEVLDVATCPDAGLIFASTYDATISALDLRSAAGSGEM
PSAPVAVLAGHNWEVWQLQVYDGTLFSASFDHTIKRWDPRAMACTATLRGHKGFVHALATGRGCLISGCADRTIKIWS* 
>Ddis_XP_640634                                                                 
MSSSTTTTTSASNSSINGTNNITTTGNSLTISGGINNSNPSNISNNSNSVTLIPNSNSINNSNNNNNNNSISNNNNNNNN
TPKKVIIVDSSIVECGICYSNQFSKSYSCDYCDFWTCESCLPCYLSKQCPKCKRAWPKIPKRNYTIERLVEEAQVPCDNY
SDGCVKKFKLKDEMGKKALHQDQCPYRKIPCPLGKILGCQMNTIVSPEDMEKHFENHHRLDSVYLHDQERETEFFRMTMM
SPLPKGTETSCLLLKQEQHTILFISTGEGVFRSFLFLFVTPPPKRYQIRVYGTSSSQIKINDKPQIWADICDTLPLVSFT
ISQQQYLKWSHSTTSRSFYIHLKAIDEEEEEDDDDDEEEDDEEEDEDDEDEDEDEKEKESDDDSSSGGSGNNGHKEKERF
LKKLKVK                                                                         
>Ppal_EFA79771_1                                                                
MGLGKEVIIVDNSVVECCICYHSNFSKSFCCDSCDFWTCESCKKQWPKNPRRNYTVEKLIEDAQQLCCHYSDGCNEIFSI
RETTKKKEHEEKCQHRKAPCPLSKILGCHTEVSMLPVEIEKHFVDHHRLDSVYLHDQERETEFFRMTMIPPLPKGTETSC
LLLKQEEHTIVFVSTGEGVYRSFLFLFVTPPPKKYQIRVYGTSSAMIKINDRPQIWADVCDSLPLVSFTISQQQYLKWSH
ASSTKSFCIHLKVVDQDEEDEDDEDDEEDDEEEDEEEESSDEEKSNSSSEENNTTNPLKGSGGVILSKDSDDKQRYLKKL
KVK                                                                             
>Atha_AT2G41980                                                                 



MAPGGSALKEALESNSTGVDYEVKMAKVEANSKPTKSGSGSIGKFHSSNGVYELLECPVCTNLMYPPIHQCPNGHTLCSS
CKLRVQNTCPTCRYELGNIRCLALEKVAESLEVPCRYQNLGCQDIFPYYSKLKHEQHCRFRSYSCPYAGSECSVTGDIPT
LVDHLKDDHKVDMHDGCTFNHRYVKSNPHEVENATWMLTVFNCFGRQFCLHFEAFQLGMAPVYMAFLRFMGDENEAKKFS
YSLEVGAHSRKLTWQGIPRSIRDSHRKVRDSQDGLIIPRNLALYFSGSDKEELKLRVTGRIWKEE*              
>Atha_AT4G27880                                                                 
METDSMECVSSTGNEIHQNGNGHQSYQFSSTKTHGGAAAAAVVTNIVGPTATAPATSVYELLECPVCTYSMYPPIHQCHN
GHTLCSTCKVRVHNRCPTCRQELGDIRCLALEKVAESLELPCKFYNLGCPEIFPYYSKLKHESLCNFRPYSCPYAGSECG
IVGDIPFLVAHLRDDHKVDMHAGSTFNHRYVKSNPREVENATWMLTVFHCFGQYFCLHFEAFQLGMGPVYMAFLRFMGDE
EDARSYSYSLEVGGSGRKLTWEGTPRSIRDSHRKVRDSNDGLIIQRNMALFFSGGDRKELKLRVTGKIWKEQHSPDSGLS
IPNLSSS*                                                                        
>Atha_AT1G66630                                                                 
MENITNNSERSLDRPKRQRPVSMENVGGTASGSEVARSATLLELDLLDCPICYHKLGAPIYQCDNGHIACSSCCKKVKYK
CPYCSLRIGFFRSRILEKIVEAVVVSCPNAKYGCTEKIPYDNESESAHERVCEFTLCYCPEPECKYTGVYTDLYRHYHAE
HKTDHSWFKCGEYNNAWLHVTGEKLSFLVLQEYEDGPLVVVQCSMESHGICVTVNCIAPCAPGVGEFSCHLIYRNGSEKI
TFESKKMNKIQKVSPENHVANYKPIPYYLRGEASNFMSIPYYLLDEASILKMQICIRRSGEEV*                
>Atha_AT1G66610                                                                 
MVKGTNAEQALAREEASSSRPKRQRVPSIVEEEGENGGGDVVVRSGTLFELDLLDCPICCNALTIPIFQCDKGHIACSSC
CTNVSNKCPYCSLAIGNYRSRIMERVVEAFIVRCPIVAGEASSSRQKRLRVPSIDEENGENGGRDVVVPSGTLSQLDLLD
CPVCSKALKISIFQQSLFLAKRQNGCTETFSYGNELVHEKKCSFALCYCPAPNCNYAGVYKDLYSHYAANHKKLWTRFSC
GYSMHVCMDFESKSLVLQQYSDGPLVVLQCFKEPPQGLFWTVNCIAPSAPGVGKFSYELSYSTAGNTLTFRSSEMNRIQK
VSFQTPEKDFMFIPEYILCPMGLYKGTYICIRSLEEEEEEEEDNED*                                 
>Atha_AT1G66620                                                                 
MSGEASTSRRKRQRVPSSVESVENGGGDAVARSGTLFELDLLDCPICCHALTSPIFQCDNGHIACSSCCTKLRNKCPSCA
LPIGNFRSRIMERVVEAVMVTCPNVKHGCTEKFSYGKELIHEKDCRFALCYCPAPNCNYSGVYKDLYSHFYVNHYDTWNQ
IGCGNFAGAWLRISEKILVLQYGQGPLIAVQCFKETQGMYVTVNCIAPCAPGVGELSFELSYKMPMGGNSTMMFKSEEMN
RIQKVSFQTPEKDFMLVPYYFLGDFSTLKMEICIRKLKKDEEEADEDEESEEEEDDDDDDDDDDEEEDADEEE*      
>Atha_AT1G66650                                                                 
MTKLGRRNDGGGKSHRSSTKRQRRTSVSVDDPSPGEEEEKTLVVLTDDSDSEEDDKPLGDVLRTCRKRRVSSPKSVTLPN
SNVLECPNCFDPLKKPIFQCNNGHLACFLCCIKLKKRCSFCKLPIGDVRCRAMEKVIKAGLVSCSNAIYGCKQSTTYGNQ
LQSHEKVCVFAPCSCPIKDCNYIGFYKDLINHFRATHKVSPGDINSFVFDRPVIFGLDLDSSDKMVIFVEEKQGNLFVVQ
GFIGSHGVYATVSHIAPMVPEVRKFSCSLARLRPYSTLRLGLEVKNIQKLRSQEEQPQEDFLLIPSYMVNGDHMKMEISI
GDKNDYTHI*                                                                      
>Atha_AT1G66660                                                                 
MARSGGNDGHRAGDSRLSKRQRLPPSPDESEEELDPELFEEPSNLEGYEDGEFEEDEEEFEEEEEELEEEEDEEEEEEEN
VTTDEQSGSPKSSQPVKLQSSDVLDCPTCCEPLKRPIYQCSNGHLACSSCCQKLNKKCSFCRCNIGDIRCRAMEKVIEAS
IVPCPNAKHGCKETTTYCNQSSHEKVCKFVRCSCPVSNCNYVSSYSNLKSHACSTAHVWGEDDIHFQLVIDRPRIFNMNL
GRKKTVVFKEEKEGDLIVVQAFKGLEGVYVTVNRIAHMAPGIRDLSCSLAKLNEYSTLRSGSLVKKIQKVREKMHLEDDL
MWIPPKMLSGDHWKMQICIAYGYKFIHI*                                                   
>Atha_AT3G61790                                                                 
MDLDSMDCTSTMDVTDDEEIHQDRHSYASVSKHHHTNNNTTNVNAAASGLLPTTTSVHELLECPVCTNSMYPPIHQCHNG
HTLCSTCKARVHNRCPTCRQELGDIRCLALEKVAESLELPCKHMSLGCPEIFPYYSKLKHETVCNFRPYSCPYAGSECSV
TGDIPFLVAHLRDDHKVDMHSGCTFNHRYVKSNPREVENATWMLTVFHCFGQYFCLHFEAFQLGMAPVYMAFLRFMGDET
EARNYNYSLEVGGYGRKLIWEGTPRSVRDSHRKVRDSHDGLIIQRNMALFFSGGDRKELKLRVTGRIWKEQQQSGEGGGA
CIPNLS*                                                                         
>Atha_AT3G58040                                                                 
MAPGGSALKEVMESNSTGMDYEVKTAKVEVNNNKPTKPGSAGIGKYGIHSNNGVYELLECPVCTNLMYPPIHQCPNGHTL
CSNCKLRVQNTCPTCRYELGNIRCLALEKVAESLEVPCRYQNLGCHDIFPYYSKLKHEQHCRFRPYTCPYAGSECSVTGD
IPTLVVHLKDDHKVDMHDGCTFNHRYVKSNPHEVENATWMLTVFNCFGRQFCLHFEAFQLGMAPVYMAFLRFMGDENEAK
KFSYSLEVGAHGRKLTWQGIPRSIRDSHRKVRDSQDGLIIPRNLALYFSGGDRQELKLRVTGRIWKEE*           
>Atha_AT3G13672                                                                 
MEPRINDLQVESRVHELLDFPVHTNQISSAIYEILLQCPNDHIENPKKKPYNCPHSGAKCDVTGDIQRLLLHLRNDHNVE
MSDGRSFSHRYVHHDPKHLHHATWMLTLLDCCGRKFCLYFEAFHLRKTPMYMAFMQFMGDEEEAMSFSYSLQVGGNGRKL
TWQGVPRSIRDSHKTVRDSQDGLIITRKLALFFSTDNNTTDKELKLKVSGRVWREQPVSI*                   
>Atha_AT5G53360                                                                 
MDILYVQPVNQECIIALEKVAESLELPCKYYNLGCLGIFPYYSKLKHESQCNFRPYSCPYAGSECAAVGDITFLVAHLRD
DHKVDMHTGCTFNHRYVKSNPREVENATWMLTVFQCFGQYFCLHFEAFQLGMAPVYMAFLRFMGDEDDARNYTYSLEVGG
SGRKQTWEGTPRSVRDSHRKVRDSHDGLIIQRNMALFFSGGDKKELKLRVTGRIWKEQQNPDSGVCITSMCSS*      
>Atha_AT5G37910                                                                 
MVLASISEALISQGDGGERVAKRQRSAIVLLDLDILDCPICCEALTSPIFQCDNGHLACGSCCPKLSNKCPACTLPVGHS
RSRAMESVLESILIPCPNVRFGCTKSFFYGKESAHEKECIFSQCSCPSSVCDYTGSYKDLYAHYKLTHSTNIFWNIKRFR
CANFFTTSMLISDKILIKRVHEKKLLLAVQCFREPCGVYVTVSFIAPSAPEVGEFSYQLSYNVDGHTVTYESPEVKRVCK
VSIETPQENFMLIPHSLLRGDLLEMQVFIIENVDQE*                                           



>Atha_AT5G37870                                                                 
MVGVLLSERNGSQKRHCSSISSDDGRKRVDKTRSAMLTDLDILDCPICYQALKIPVFQCGNGHLACSSCCPKLRNKCPAC
ALPVGHIRCRAMERVLESVLVPCRYADLGCTKTIYYGRESTHEKICNFSPCSCPVQGCNYTGSYKDLYEHYDLTHSTGST
AYSFNGVSYIAAMMFISDKILIERVYEKKLLFVVQCFEEPCGVYVSVSCIAPSAPEVGEFSYGLLYTTWEGVTMTYQSPK
VKKVLKVSSQRPKDSFMLIPHSLLCGPLLGMMLCINELKQM*                                      
>Atha_AT5G62800                                                                 
MEDSNSHPQNQTSKRKSSHPQKKQRMENETRSAKLLDLDVLDCPVCFEPLTIPTFQCDDGHIVCNFCFAKVSNKCPGPGC
DLPIGNKRCFAMERVLESAFVPCQNTEFGCTKSVSYEKVSSHEKECNYSQCSCPNLECNYTGSYNIIYGHFMRRHLYNST
IVSSKWGYSTVDVLINIKEKVSVLWESRQKLLFVVQCFKERHGVYVTVRRIAPPASEFKKFSYRLSYSIDGHNVTYESPE
VKRLLEVNSQIPDDSFMFVPNCLLHGEMLELKLGIKKLKQTCIIQKLSGLVPGSVLYIVGFLIKPANEVQQVTIAQETVM
EDPPTSLFKNSVPIREDQIQNAITNSIR*                                                   
>Atha_AT5G37930                                                                 
MARFSVCGGDDGEGPSNNNHQSRKRQRLPSIDENEEDAETSDAGSSGEEDEDETQNQGMRPESEDRGSTSDDSDREVVIE
ERRFGKFVNSQSSSSSKDSPLSVTLLDPDVLDCPICCEPLKIPIFQCDNGHLACTLCCTKVRNRCPSCTLPIGYVRCRAM
EKVIEASRVSCLNAKYGCKESTSYGNRFSHEQVCVFTPCSCPILDCHYTGYYKDLNNHVRAEHKDDLISFVWNTRLTISL
DLNKKTTILQEENDGHVIVVQVFRALHAVYVSVSCIAPLTPGVGRLSCRLAKITVDSLLKQGFMVKNIQKVTNEHPEDGF
MLIPSYLFSGNDNLNLQIWIGHGRIFVHS*                                                  
>Atha_AT5G37890                                                                 
MVGAAILESPGEGIGSNSILSQKRQLSSSDAAKRDAKKRSTMLMDLEILDCPICYEAFTIPIFQCDNGHLACSSCCPKLN
NKCPACTSPVGHNRCRAMESVLESILIPCPNAKLGCKKNVSYGKELTHEKECMFSHCACPALDCNYTSSYKDLYTHYRIT
HMEINQINTFICDIPLSVRMNISKKILIRTEHLTNHLFAVQCFREPYGVYVTVSCIAPSSPELSQYSYALSYTVDGHTVI
YQSPEVKRVLKLSFQTPQENFMLIPNSLLRGDVLEMRISVKKLNKE*                                 
>Atha_AT5G37900                                                                 
MVGALEALISQGHGGERVAKRQRSATLLDLDILDCPICCEGLTCPIFQPMENILESILVTCPNDMFGCTESFLYGKKSTH
EEECIFSLCSCPSLDCEYSGRYEDLYDHYKLTHISNSYWTTNCFRSSIPYKAPMLISDKIQITRVYEKKILFAVQCFRES
CGVYVTVSCIAPSAPEVGQFSYQISYTVDEHTMVYRSPQMKRVRKVSFETPQENFMLIPHNLLRSELLDIKLSIVETSNQ
E*                                                                              
>Mgut_mgv1a010565m                                                              
MLPMANGNSYFNDLRIKPEIIDPPENDDILDVGENVNEASESALKPNVAISSNVRELLECPVCLNAMYPPIHQCSNGHTL
CSGCKPRVQNRCPTCRHELGNIRCLALEKVAASLELPCKYQTFGCVGIYPYYSKLKHESQCTYRPYNCPYAGSECSVVGD
IPFLVSHLKDDHKVDMHSGTTFNHRYVKSDPHEVENATWMLTVFSCFGQYFCLHFEAFQLGMASVYIAFLRFMGDDSEAK
NYSYSLEVGGNGRKMTWQGVPRSIRDSHRKVRDSFDGLIIQRNMALFFSGGDRKELKLRVTGRIWKEQ*           
>Mgut_mgv1a003049m                                                              
MVMRTEQEHTETEGSKTKKKKRQDGTSRPACSWVHFSREFIKEYTATHPESSGLKVATKAASDAWKLMTPEEKAKYTNRA
REVWDKYLSTTPARTPKPRRQTKLVTRCSPGRLLNVLQRLTPDQRDAVKSMGFGSILNLKCRTLRRSLCLWLLEKFNTVR
RSLEICGERIPLTARDVELVMGLSSSGKDVVNSGPDELIAELRKNYNATNRGISVRLLEERLAVPEAGEDFQRSFLLYVL
GTLLCPTARLDVSPSFLHFLTNMEVVHQYNWGKFLLDRLVREVARYRQGKQRAVGGCLLFLQLFYYESVAVGEPSELSPA
IFPCLASWGEEEISEREKQERELGGYGCGEVVCKERGLGMGTLAFRNQPDSIHSALMQPELENYALLEQGYQVVGEDQLN
GGMFTAEENIPMSGNEGNNAVCVDIEIADPVRAPCRNAQYGCEEIVDYTKRKEHESLCISSPCACPLQKCHFIGSSAQLS
EHFSGKHWDSGRRFQYNSPLAITLNKNEAFLVLQSEKDGALFLLSKGTESIGYTVMITCINPSSSSEQYLYDVVSERGNT
CLRLKSYTNNYPGRVEGSPPVDFLLVPFDFVGPTGKLDLEMCIWNSTDIGAD*                           
>Mgut_mgv1a010358m                                                              
MESSIECISTVDSSMMDEDEISHPLSFSMFPSPKPIFHNIHPPTTSVHELLECPVCTNSMYPPIHQCHNGHTLCSTCKIR
VQNRCPTCRQELGDIRCLALEKVAESLELPCKFITVGCPEIFPYYSKLKHEALCNFRPYNCPYAGSECSIIGDIPYLVSH
LRDDHKVDMHSGCTFNHRYVKSNPRDVENATWMLTVFHCFGQYFCLHFEAFQLGMAPVYMAFLRFMGDEADARNYSYSLE
VGGNGRKLTWEGTPRSVRDGHRKVRDSHDGLIIQRNMALFFSGGERKELKLRVTGRIWKEQQGPDGVCIPNLSM*     
>Mgut_mgv1a010794m                                                              
MKPGRSSHEGVMKPRNVDYEIAPESVELRRSSTLNGEKRAVASHTAVHELLECPVCMDVMYPPINQCPNGHTLCSKCQSK
LRSCPICRQALGNIRCLALERVAESLEMPCKYQIMGCQDIFPYHSRLRHERNCLFRPYNCPYAGAECPVTGEIPFLLAHL
KSHHKVDVHDGSTFNHRYVKTNPQDVDNATWMLTVFNCYGYQFCLHFEAFNIGSAPVYMAFIRFMGDDRDSRKFRYSLEV
GGSGRKLTWQGIPRSIRDTHVKVRESMDGLIIQRSMALFFSGGNGQELRLRIGGRIWKEQA*                  
>Mgut_mgv1a008310m                                                              
MQNTKMARFSVGGDEDENEEERPNDRRSSKKPRIADPVSDSGKPPNAAAVSTPNSGDRAKASTSSAPPLPLEDPIEEDEE
FEEESEEEESDHPPSDSPAASEEESDADECEVQATEARVDSEGDTGSITVTITDKDALDCPICFDPLCAPIYQCENGHIA
CESCCNSMHKKCASCQWPIGYNRCRAIERVVESVLIRCRNMLHGCPATLNYSKKLDHERTCVYAPCSCPHIRCDYVGMSK
SLYAHFATRHPLAATNFCFDTVFTVEFYDSNTKHVFLRERSRDILFIVNRCVLAGGSSVNVVRVAPSSAKREFSYSLTAT
SAYEADSSIKLKTRVESMPIFRPEEPATAYLLVPSDFMRTNGKLVLEVMIRKVPFLAS*                     
>Mgut_mgv11b017193m                                                             
MANFSRSSDDDGPNSKRPCIYRTAISPSSSSVPAANSGEVGYGYGKRRGGYNSVIPPSYEAINRVEPPPPFGRLFYFNDI
YYDDEELVAVEEVAEEEVAEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEERGNNRRRVEEELQSSARGV
NSTAARPVSVNLMDPDLLDCPICLEPLKLPVYQCWNGHIACESCCAKMSKKCASCCLPIGSNRCRALEKVLESLRILCAH
APYGCSDLISYTDKHAHEKTCKHAPFYCPLLGCTYADSPQSVYSHFAVTHWTSVKFDFDRSFRVSFVQDQNHVFLQELDT



LRIFVLSRFSENAGNYVSVTFIAPASSRREYFYNLTARCGARSIMVTSVAECTARWSAEAKAERFVVVPTDFLTSAGELE
LELTIWKLEALSLA*                                                                 
>Mgut_mgv1a010573m                                                              
MLPMASGNSYIDDLRNKPEVIDPPQNKDMLDVGEHVSDTAQSALKPNVTVTSSVRDLLDCPVCLNSMYPPIYQCSNGHTL
CSSCKPKVHNRCPTCRQDLGNIRCLALEKVAASLELPCKYQNFGCIGIYPYYSKLKHESQCAFRPYNCPYAGSECSAVGD
IPFLVNHLKDDHKVDMHNGTTFNHRYVKSNPHEVENATWMLTVFSCFGQYFCLHFEAFQLGMAPVYIAFLRFMGDDSEAK
NYSYSLEVGGNGRKMTWQGVPRSIRDSHRKVRDSFDGLIIQRNMALFFSGGDRKELKFRVTGRIWKEQ*           
>Mgut_mgv1a011878m                                                              
MNYWNALFALILCTLLSISVTTGNTLCSTCKTKGAYRCPTCRKELGDIRCLALEKVAESLDLPCKYYSLGCPDIFPYYSK
LKHEAVCDFRPYSCPYAGSECVVTGDIPFLVSHLRDDHKVDMHSGCTFNHRYVKSNPREVENATWMLTVFHCFGQYFCLH
FEAFQLGAAPVYMAFLRFMGDESEARNYSYSLEVGANGRKLIWEGTPRSVRDSHRKVRDSHDGLIIQRNMALFFSGGDRK
ELKLRVTGRIWKEQQNPDTGVCIPNLCS*                                                   
>Mgut_mgv1a010793m                                                              
MAQGGGGSCKVAVKSHSKYANYDTSTMKAEIGSAPIVKRAEKHSIDDVHELLRCPTCADSMFPPIHQCPNGHTMCTNCRR
VHNCCPTCRIELGNIRCLALEKVAESLELPCRYQNLGCNELLPYYSKIKHEKQCSSRPYTCPYASSECCVTGDIPFLMAH
LKEEHSVDMHDGCTFNHRYVKSNPHEVENATWMLTVFNCFGRQFCLHFEAYLLGASSPVYMAFVRFMGEEKDAKKFGYTL
EVGSFGRKLMWQGVPRSIRDCHKKVRDSQDGLIIPRSLALYFSAGDNRELKLRVTGRIWKV*                  
>Mgut_mgv1a010651m                                                              
MSPGCSAYEGTIESQSTDYGIAPDSIELRASPHRKNLTINGTKRGVASNTAVHELLECPVCMKVMYPPIQQCPNGHTLCS
KCQLKIRCCPICRHELGNIRCLALERVAESLELPCKYQVVGCQDIFPYHGRLRHEQNCRFRPYNCPYAGAECHVSGDIPF
LMAHLKSDHKVDMHDGSTFNHRYVKSNPQDVENATWMLTVFNCYGYQFCLHFEAFNLGTAPVYMAFIRFMGDDHDARKFT
YTLEVGAHGRKLTWQGIPRSIRDSHTKVRDSMDGLIIQRNIALFFSGGNKQELKLKVAGRIWKEEA*             
>Mgut_mgv1a010131m                                                              
MAAVEIESVECVSLSDGIEDEEEIQSSSHPHNNHHSSSKPHSVAPAGIGPTSVHELLECPVCTNSMYPPIHQCHNGHTLC
STCKTRVHNRCPTCRQELGDIRCLALEKVAESLNLPCKYLSLGCSEIFPYYSKLKHEAVCNFRPYNCPYAGSECAVTGDI
PYLVAHLRDDHKVDMHTGCTFNHRYVKSNPREVENATWMLTVFNCFGQYFCLHFEAFQLGMAPVYMAFLRFMGDENDARN
YSYSLEVGANGRKLIWEGTPRSIRDSHRKVRDSHDGLVIQRNMALFFSGGERKELKLRVTGRIWKEQQNPDAGVCIPNLS
S*                                                                              
>Mgut_mgv1a021503m                                                              
PIIHNINPTTTSVHELLECPVCTNSMYPPIHQCHNGHTLCSTCKIRVQNRCPTCRQELGDIRCLALEKVAESLELPCKFI
TVGCPEIFPYYSKLKHEALCNFRPYNCPYAGSECSIIGDIPYLVSHLRDDHKVDMHSGCTFNHRYVKSNPRDVENATWML
TVFHCFGQYFCLHFEAFQLGMAPVYMAFLRFMGDEADARNYSYSLEVGGNGRKLTWEGTPRSVRDGHRK           
>Mgut_mgv1a010300m                                                              
MESSIECVSSTDGMDDEEISHPNPFSQFSSSTKSSHNNINTNNPTTSVHELLECPVCTNSMYPPIHQCHNGHTLCSTCKV
RVHNRCPTCRQELGDIRCLALEKVAESLELPCKYCSLGCPEIFPYYSKLKHEAACNFRPYSCPYAGSECSVVGDIPYLVA
HLRDDHKVDMHSGCTFNHRYVKSNPRDVENATWMLTVFHCFGQYFCLHFEAFQLGMAPVYMAFLRFMGDEMDARNYSYSL
EVGGNGRKLIWEGTPRSVRDSHRKVRDSHDGLIIQRNMALFFSGGDRKELKLRVTGRIWKEQQNPDGGACIPNFCS*   
>Acoe_009_00146                                                                 
MAPGGRIYKEVVESLSAVTDYDTVTAKAEVKSSASTRATHGISSTNGVHELLECPVCMSSMYPPIHQCPNGHTLCSNCKI
RVHNCCPTCRYELGNIRCLALEKVAESLELPCGFQSLGCHDIFPYYSKLKHEQHCRFRPYNCPYAGSECSVTGDIPMLVS
HLNDDHKVDMHDGCTFNHRYVKSNPHEVENATWMLTVFNCFGRQFCLHFEAFQLGMAPVYMAFLRFMGDEDEAKKFSYSL
EVGSTNRKLTWQGVPRSIRDTHRKVRDSLDGLIIQRNLALFFSGGDRQELKLRVTGRIWKEQMAPGGRIYKEVVESLSAV
TDYDTVTAKAEVKSSASTRATHGISSTNGVHELLECPVCMSSMYPPIHQCPNGHTLCSNCKIRVHNCCPTCRYELGNIRC
LALEKVAESLELPCGFQSLGCHDIFPYYSKLKHEQHCRFRPYNCPYAGSECSVTGDIPMLVSHLNDDHKVDMHDGCTFNH
RYVKSNPHEVENATWMLTTTKSLDISSPVVVTKEPFFCNLLLYVRKTNK                               
>Acoe_013_00081                                                                 
MEIDSIECISSSDGIDEEDVSISNHEFSSKPQHNRNLFASAIPPATSVHELLECPVCTNSMYPPIHQCHNGHTLCSTCKT
RVHNRCPTCRQELGDIRCLALEKVAESLELPCKYCPLGCPEIFPYYSKLKHEAQCSFRPYNCPYAGSECAVVGDIPFLVT
HLKDDHKVDMHTGCTFNHRYVKSNPREVENATWMLTVFHCFGQYFCLHFEAFQLGMAPVYMAFLRFMGDEAEARNFSYSL
EVGANGRKLIWEGTPRSIRDSHRKVRDSHDGLIIQRNMALFFSGGDRKELKLRVTGRIWKEQQNPDSGVCIPNLCSMEID
SIECISSSDGIDEEDVSISNHEFSSKPQHNRNLFASAIPPATSVHELLECPVCTNSMYPPIHQCHNGHTLCSTCKTRVHN
RCPTCRQELGDIRCLALEKVAESLELPCKYCPLGCPEIFPYYSKLKHEAQCSFRPYNCPYAGSECAVVGDIPFLVTHLKD
DHKVFHCFGQYFCLHFEAFQLGMAPVYMAFLRFMGDEAEARNFSYSLEVGANGRKLIWEGTPRSIRDSHRKVRDSHDGLI
IQRNMALFFSGGDRKELKLRVTGRIWKEQQNPDSGVCIPNLCS                                     
>Acoe_014_00628                                                                 
MAAVGNTYSDELRMKPVSLDSSQNDNFVEVTDQHVNDSAQHVLKANLPVASSVRELLECPVCLSAMYPPIHQCTNGHTLC
SSCKPRVHNRCPTCRHELGNIRCLALEKVAASLELPCKYQSFGCLGIYPYYSKLKHESQCIFRPYNCPYAGSECTAVGDI
PFLVSHLKDDHKVDMHNGSTFNHRYVKSNPHEVENATWMLTVFSCFGQYFCLHFEAFQLGMAPVYIAFLRFMGDDTEAKN
YSYSLEVGGNGRKIVWQGVPRSIRDTHKKVRDSFDGLIIQRNMALFFSGGDRKELKLRVTGRIWKEQMAAVGNTYSDELR
MKPVSLDSSQNDNFVEVTDQHVNDSAQHVLKANLPVASSVRELLECPVCLSAMYPPIHQCTNGHTLCSSCKPRVHNRCPT
CRHELGNIRCLALEKVAASLELPCKYQSFGCLGIYPYYSKLKHESQCIFRPYNCPYAGSECTAVGDIPFLVSHLKDDHKV
DMHNGSTFNHRYVKSNPHEVENATWMLTIVEILMLSLGFQLLWAVFLSSFMAAVGNTYSDELRMKPVSLDSSQNDNFVEV



TDQHVNDSAQHVLKANLPVASSVRELLECPVCLSAMYPPIHQCTNGHTLCSSCKPRVHNRCPTCRHELGNIRCLALEKVA
ASLELPCKYQSFGCLGIYPYYSKLKHESQCIFRPYNCPYAGSECTAVGDIPFLVSHLKDDHKVDMHNGSTFNHRYVKSNP
HEVENATWMLTLLWAVFLSSF                                                           
>Acoe_023_00177                                                                 
MMYGDGMTKTIVSGNLNFIYGTPTFSDPQPLSCENGHIACSPGCTKLGNKCPSCSWPIGYNRCLAIEKVIESIKVSCEYK
PYGSGETFSYRQKNTHEEKCIYAPCVCPISDCSFPWVNQTKVSPTSAANIGPLQDASSITAHFQLASVSGVIPCFSRRR 
>Acoe_037_00044                                                                 
SPPPLPTTTIAVILLVFFSSSRWCENGHIACSPCCTKLGNKCPSCSWPIGYNRCLAIEKVIESIKVSCEYKPYGCGETFS
YRQKNTHEEKCIYAPCVCPISDCSFRGSTKQRSLHFSSKHWSSARRFQYNCPFSVSVAKLESYLFFKKKMMAFFLFMGVE
RHLAIGRKIHMKRSASMHPVFVPFLIAVSVGQPNKGLSTSAANIGPLQDASSITAHFQLVSLSWSHTCFSRRR       
>Acoe_037_00058                                                                 
MEEGEEGPSSSTRKFKKMRVVYELNASEDNNHDEIDHKESVQESKEEQNGLSVTLMDPEVLDCLICMEHLSPPVFQCENG
HIACSPCCTKLGNKCPSCSWPIGYNRCLAIEKVIESIKVSCEYKQYGCGETFSYRQKNTHEEKCIYAPCVCPISDCSFRG
STKQMSLHFSSKHWSSARRFRYNCPFSVSVGKLESYLVFQEEDDGLLFVLINQIQLIGSAVTLICLDPSSSTRRYDLMSK
KGGSSLRLESFMKCVKERPEAGFSEDFLLVPYGFYCTSEKLMLEICIWK                               
>Acoe_042_00001                                                                 
MPFRISTFLKTCRTPESRLSFRYTNPDSMCENGHIACSPCCTKLGNKCPSCSWPIGYNRCLAIEKVIESIKVSCEYKPYG
CGETFSYRQKNTHEEKCIYAPCVCPISDCSFRGSTKQRSLHFSSKHWSSARRFQYNCPFSVSVEEDDGLLFVLINQIQLI
GSTVTLVCLDPSSSTRRYDLMSKKGGSSLRLESFMECVKERPEAGFSEDFLLVPYCFYCTSEKLMLEICIWK        
>Acoe_105_00002                                                                 
MATGSNICMDISESQFEDTGILTTNILENVQHSKPSNASSVKSGISSTNGVHELLECPVCTKSMFPPIHQCPNGHTLCSN
CKLRVHNHCPTCRYEMGNIRCLALEKVAESLELPCKYQNHGCLDVFPYYSKLKHEQLCRFRPYNCPYAGSECPVTGDIPT
LVAHLKNDHKVDMHDGCTFNHRYVKSNPQEVENATWMLTVFNCFGQHFCLHFEAFLSGAAPVYMAFLRFMGDDNDAKNFS
YSLEVGGNGRKLLWQGVPRSIRDSHKKVRDSYDGLVIHRNMALFFSGGNRQELKLRVTGRIWKEQ               
>Bdis_1g09010                                                                   
MGKGSGVDQSAKKKARLEPPPNVQVKQEIIPHQATTGAGGGGGAMVAAEQRSRSRVDVLVSMDMSVLHCRICSHPYKPPV
FRCKGGHMACGSCLARIPDKQCRKCEHGGSAFERCPALEEVVSSALIECAHDGCSSYVTYHEAGEHQSACPQAPCSCTEP
GCGGFQGAPPALVAHLAAQHAMPVHRVPRASPAMLHLPAPSASATERHLVIVEDDDGAFLLTVSGRPAGITAVSAVCIRA
VGPPCHAVKMWANGPPPAAALGRKVDTVLVDIVATCSAAPGAVDVEELTTLTLPRKFLVGGAAGAAKELPLNIRIDRR* 
>Bdis_1g18970                                                                   
MGVGFPWDFENSVPIGLTMASGAYLDDTDAEVIDPPKCEMLDVTELIGDPIQHSPKQNAIVSSNVRELLECPVCLVAMYP
PIHQCSNGHTICSGCKPRVHNRCPTCRNELGNIRCLALEKVAASLEVPCKFQNFGCLGIYPYYCKLKHESQCQYRPYTCP
YAGSECTVAGDIPYLVSHLKDDHKVDMHSGSTFNHRYVKSNPHEVENATWMLTVFSCFGQYFCLHFEAFQLGMAPVYIAF
LRFMGDDAEAKNYSYSLEVGGINRKMTWQGIPRSIRDSHRKVRDSYDGLIIQRNMALCFSGGDRKELKLRVTGRIWKEQ*
>Bdis_1g27970                                                                   
MEGGEYCGKKARVEVKREEGAVMQDGGEGGRAVVAAEAMAEPQMDVRIDAALFHCQACLLPLKPPVFKCRAAGHILCCYC
RCGHGDICSRADTHCGELDIIIGAAKVPCAYKVFGCESYVVYHEAAGHRRACPCSPCSCPEPGCAFLGSRAMLLDHVAVD
HARPAVAVRYGRSCNLSLPLSRRWHVLVGEEEDDRSVFLVSLGELGVEATAVSLVCVRADDGAATAVAPRFWCKLSVELP
GVDKDKLVLMASDVSSSALSGGAPEPGQGMFLAVPRELLPGDMLTLSVRIDLVQPAAAARKSATPQSRTSRKMH*     
>Bdis_1g62150                                                                   
MASAAYIDDSGSEVIDPPKSEVLDVTELIGDHIQLTPKPNVVVSSSVRELLECPVCLSAMYPPIHQCSNGHTLCSGCKPR
VHNRCPTCRHELGNIRCLALEKVAASLELPCKYQNFGCVGIYPYYCKMKHESQCQYRPYSCPYAGSECTVAGDIPYLVNH
LKDDHKVDMHSGSTFNHRYVKSNPHEVENATWMLTVFSCFGEYFCLHFEAFQLGMAPVYIAFLRFMGDDTEAKNYSYSLE
VGGGGRKMIWQGVPRSIRDSHRKVRDSYDGLIIQRNMALFFSGGERKELKLRVTGRIWKEQ*                  
>Bdis_1g78140                                                                   
MAKFSFDDADEDPPAAAAAGAGGDKRKREGSAAADGADGGGPPPTSKARNSAVVGGERDGRAVVGASCCERRVDGDGEPG
TGGISMRIDTDLLDCSICFEPLSPPLYQCQNGHVACFSCWSRLSNKCHVCSHDAIFARNIALEKIVESIKSSCAYAKWGC
SKLVSYAQRSVHEEACLFAPSTCPIPGCGYRGFTGCWSGHFLVDHSADCLHFTYGQSFEVNLAVSLPFLVLLGEDDHLFL
LLNKNMMPFGHAFTVVCLRNGNLNWNFSYEIEAASRGNPGNCLRLKASVTNTKEWGGLHPAEAFLLVPYAFCSSANQTLS
VSVARSASV*                                                                      
>Bdis_2g01690                                                                   
MSERNKRGAPSPVDRDGGKKVKAVAQVMKNEQERLQQQGEENEREEGEVGAEDGSLAAPPPPPSPPLPQIDARIDVALFH
CKSCCRPLKPPLFECEAEGHVVCCRDYCRHMHGELCSRTEPSRPALNAILTAAKVSCVYREFGCGLHIVYHDAMNHLRTC
LHAPCLCPEPGCSFLGTPLALLGHFDAAHARAISTVSYGHPLKLTLPLSQPWHFVLGQDDRSVFLVSLGTLNGSSSAMGV
SLVCVRVPRGRNTGASSSSWVYPAWTTTWGL*                                                
>Bdis_2g01710                                                                   
MDGDSSNKRQGEAQPEGQDNAKRQNVTMGMDTLDCRICSQPLEPPIFQCPKGDFICSPCHDKLPENERTASQRSYGMERV
VNSIFVPCKHGCTTKITYYEKEEHEMGCPRAPWLCPVSGCGFAGLSTPLLNHLTTFHKLPTKTFKYFTPFDMQVQPGSHV
LRGGYGHLFLLEVASLESLGHAVSLVCAEPKTSLLPIRCSIGFSCFEGHYQVSSLLVGHVGSSPLSDGLPAQCFCIVPKV
SGGQQTNAVLRITIGLLYDHHEELEEEDSDDGSYNVDEDDNMTATWRIGITEVVVEDGDGAGYEEEQDPEKLVDDDTTIT
ITARTRWMMTVTKEEEKADEKDDDVDDHNGD*                                                
>Bdis_2g01720                                                                   



MEVKSNSIKKEGNDWREGEGIVKKQNITMGMEVKSNGINKKGDDQHDDEGIVKKQNVTMVMEVFDCPVCSTPLRPPIFQC
SKGSFICLPCHEKLPESERTVSQRCYGMERVVKNIFIPCKHGCTNKNKIPYYRKEEHERSCPEGPCICPVFGCDLFAPTT
VLLDHLTTLHEFPSKSIEYFVPFEHHVQPGSLVLCGKYNHLFLLDVAPLESLGHAVSLVCVQPETPRATIGCSVCFSCFK
GHYQVSSLNVDSLSMPTRRFCVVPKVLGGDTDVLLKITIDLVYDLEDYELEEEDDDDDDYKEEEEEEDRAGWSQINGD* 
>Bdis_2g01757                                                                   
MDRGRCSKRREEAWQDGDSSAKRQSVTLGLETLDCTVCSEPLKPPIFQCSLGHFLCLSCRCEILDKKCHLCVVETSFERC
FGMEHVVRSVTVLCSNAKYGCTEQVTYYQKEEHEKACPKAPCFCPESGCSFAGPTMALLGHLTAQHKCPFSTSLASGMVN
MCLYFEPGLRVTEPKFRCALYYNNSVADSNQSSCCDIPSSSLSEGLPKGYDLIVPKGKVSNEGDGIFLRVVIREKRKVSF
GSGSDGEQPLAARPLAARRMPDHSDSDDDQPLAARPLAARRMPDHSDSGDDQPLAARPLAARARRNPDHSDSDDDQPLSA
RPLAARARRIPDHSDSDDYQPLVFRATRIHYER*                                              
>Bdis_2g01770                                                                   
MEGGISSKRQVEARRDGQSSRKRQNVTMGMETLDCPICYLPLRPPIYQCTVGHFVCSSCHPKLLAKKCHLCSVETSFKRC
IGMERLMDSLTVPCSNAMYGCAKKMTYYQKEEHEKACPYVPCFCPESTCGFGGPTAALLDHLISQHKWPSTTITYSNQVD
FRVHPGLHVLCTEDGHIFLLNMALEPFGHAISVICIQPVTSSGVKYKFECEMDHHCSVTRYFQSSTYKIRSSSLSDGLPT
GYNFILPKGEISDDREGILLTVTIRDSEPMVRKPICLKPKHGV*                                    
>Bdis_2g03860                                                                   
MQKRSAKKDDTGSAATKKACMGTACDSKTSKPAAARVEEEDTTNVFSHDLDTLQCDICFMPFESQIYMCKNGHAACGNCC
VRLQRKCPSCNESTGDIWCRAMEKILAGMTRPCKFKKHGCKHILSFSEIRTHEEETCRYAPYPCPFDGCAYTVTRLRDHM
LECGHGPFFELDSLGPLCVLLYPDGDESVFLLLNGGDVPTGRSLSVVRLYPRPDEEYGAGAVPQQYTMLVEGDVPAGSLS
LTFGTVQFVRCLKGHKRREFLFLPDARWGSSRTVTVNVTVYP*                                     
>Bdis_2g08020                                                                   
MDVDSVECLSLPDAAMDADDVGLAIHTHGALLAASRAACPKGAAGVAPGSSVHELLECPVCTNSMYPPIHQCQNGHTLCS
TCKARVHNRCPTCRQELGDIRCLALEKVAESLELPCKYYSLGCPEIFPYYSKIKHEPQCSFRPYNCPYAGSECSVTGDIP
YLVDHLRDDHKVDMHSGCTFNHRYVKSNPREVENATWMLTVFHCFGQYFCLHFEAFQLGMAPVYMAFLRFMGDENEAKNY
SYSLEVGANGRKMVWEGTPRSIRDSHRKVRDSHDGLLIQRNMALFFSGGDRKELKLRITGRIWKEQQTPDGACVPILCS*
>Bdis_2g31640                                                                   
MDIDSVECLSLPDASMDVDDVDRHHNHHHHHGIPLHAVHLAASGGAGGRAFPKVNAGGGAGGAGGAGVIVGAAGGPPATS
VHELLECPVCTNSMFPPIHQCQNGHTLCSTCKARVHNRCPTCRQELGDIRCLALEKVAESLELPCKYCSLGCPEIFPYYS
KIKHEAQCSFRPYNCPYAGSECAVAGDIPFLVAHLRDDHKVDMHSGCTFNHRYVKSNPREVENATWMLTVFHCFGQYFCL
HFEAFQLGMAPVYMAFLRFMGDENEARNYTYSLEVGGNGRKMVWEGTPRSIRDSHRKVRDSHDGLIIQRNMALFFSGGDR
KELKLRVTGRIWKEQPNPDGTCIPNLCS*                                                   
>Bdis_2g35520                                                                   
MEETGCHRWETHAMGFGALLCSCKETVKCCELLFQDENKIKRPSSRAGMAAPSKRNALVNVTVEDTGALHCGVCWLPLKP
PIFQCQVGHVFCLPCRDKLVQTSARCPVCRGEIVDDNGGYRWNHGLEKLLESIRMPCPNAARGCSAKPAYYDRQAHVKTC
PCRPCHCPAKACGFAGSMAKLLQHFPSVHRWPLTKLTHRRWQEIQLRHGFNVLDVGDSYDAAAKRLICLLLVVSSRRRLG
CAIYPVCLDAGGGGIDGCDLELDVSRHNDETDSGDCPA*                                         
>Bdis_2g35550                                                                   
MQFHLPTNPNLRTHRSAPFVAVEKNAASRAAPRVVPRDARLTRAAPSSGPLAAEQDRRPEIATGSAGGEEKNEDGKRGWG
PWGKGRKLSSASKEDASSWAPLENMLQVLSEKRRAGMAAPSKRNALVNVTVEDTDALDCGVCWLPLKPPIFQCQVGHVFC
LPCRDKLVQTSARCPVCGGEIVDDDGAYRRNHGLEKLLASIRVPCPNAARGCSAKPAYYDRQAHVKTCPCRPCHCPATAC
CFAGSKAKLLQHFPSVHRWPLTKLTHRRWQVIQLRHGFNVLDVGDSYDAAKRLICLLLVVSSGRRLGCAIYPVCLDAGGG
GIDGCDLELDVSRHNDETDSGDCPA*                                                      
>Bdis_3g02770                                                                   
MAPGSSIVTEVLESDCIDHGLSEALSSIRLDGDSTSKPSWAASLVNVGLSSLTGLNDLLECPVCTNSMRPPILQCPNGHT
ICSSCKHRVDNHCPTCRQELGNIRCLALEKVAESIQLPCKYQSLGCTEIHPYQHKLKHEELCRFRPYSCPYAGSECLIAG
DVPMLVSHLINDHKVDLHEGCTFNHRYVKSNPYEVENATWMLTVFKCFGQHFCLHFEAFLLGMSPVYMAFLRFMGEESEA
RNFCYSLEVGGNGRKLTWQGTPRSIRDGHKKVRDSFDGLIIHRNMALFFSSGTRQELKLRVTGRIWKEQ*          
>Bdis_3g10650                                                                   
MEMDSIECVSFSDGLDDDDDAVSHLPRPLLKSSSAAGSAAAAAVNVVVVSGGGSGGAGGVVAGPLVTPAMGVHELLECPV
CTNSMYPPIHQCQNGHTLCSTCKTRVHNRCPTCRQELGDIRCLALEKVAESLELPCKYYSLGCPEIFPYYSKLKHESQCN
FRPYNCPYAGSECSVVGDIPFLVTHLRDDHKVDMHSGCTFNHRYVKSNPREVENATWMLTVFHCFGQYFCLHFEAFQLGM
APVYMAFLRFMGDENDARSYTYSLEVGANGRKMIWEGNPRSIRDSHRKVRDSHDGLVIQRNMALFFSGGERKELKLRVTG
RIWREQQNPDSGACIPNLFS*                                                           
>Bdis_4g12890                                                                   
MAALRAAGRKQLSASTLSSPTRPTKATGSHVFRIRDYSQVTDTVGNGAAVHSSTFAVGGHDWQISARRRGTWVCCRDYCR
HMHGELCSCTERPSRPALNAILAAAKVSCVYREFGCGLHIVYHNAMNHLRTCLHAPCLCPEPDCSFLGTPLALLGHFDTA
HARAIFTVSYGHPLKLTLPLSQPWHFVLGQDDRTVFLVSLAGTLNGSSSAMGMSLVRVRGGRRRGIGKFFSLSHHFPSFT
VLCSSTAVQLIQLEYKVSRL*                                                           
>Bdis_5g07650                                                                   
MKNVSLKGNSLVLTDEAALTPNLRKTSHRAHALQSFPSHKPLLNPPSINPQRPSKSNYPMSHPMAEEEEGKMAKQLGGGA
ASAEWGSRGEISVKIDSRVLLCRICSQPLKPPIFKCEAGHVLCSRCLEKLHEVGYVLKLGVFCVLCCKNTSYCRCIEIEE
FIDAVKVPCSNKIYGCSEFIKYFQKEKHESGCTHAPCYCPENGCTFVRPTGSLLNHFVDVHGWSPTYFRYNKPLKISMAL



DCRFTLLLGEDQSMFLLTNTLTDIGHALTVVCVRPHQSEPSYSCNISSTCSVSGSKAEGRLVFQKDPLVSSSSLLAGVQM
GKFFLLVPPELVDESSGELIIHIRIDRLA*                                                  
>Bdis_5g26300                                                                   
MSTSGIGAKRVWMPSDSAADDGLSPSAKQPRSGGLPSPSPSSPRSQSRSPARSPSRSPSRSPVPPARSQSRSRSRDRYSR
SRSRDSQSASEEEADGNGGQVWRPHSYRERGEQGRGAGEYSVCIGDYDQLFTCRACRRMLSSRVYECSAGHLTCSRCRRE
IGAGRCSRCTEPVARSRAVEGFVATISFACRNQEFGCEEFLPQREMRAHERACHHEPCFCPAPRCGFAGPTYALQSHLAA
VHSWDVVPFRYGESFQIHAALAPETVFRCDDYGELFHIIASREACGSALSMVCIRPDNACKQELTYELKLPATAEAGGGR
HRLQISSTVWNTSLRYGIGEGADVFLMIPDKLPGNEADRVVEVCIRKVEEPGATRN*                       
>Bdis_5g26310                                                                   
MEMRSVKRMRSSPTDTESSRSPSPYRRSSSPSPSPYRSPSPSPCRSWSRRPRSYDDADGEDRSLSRSRGSDGNDAQGRAV
WRPHSCRQSGERGHGGEFSVRIDDYDRLFTCRSCHRLLTPPVYQCPFSHVTCSRCHIEFGDNRCSSCGASNGYARNRIVE
EFLGRISFSCRNKEYGCTTFLPQHEVHVHEQSCRHEPCYCPVDRCGFAGPTNAVEAHLTGFHHWRVIKFRYGESFIASAH
KSTIYHSKDDSELFLIDSVGEGRGIAMSMICLRCDNAREQEFTYELKAPPGNVRGQHQLQLQSVVRRTSLRKGLGEKDKV
FLLVPKDLLCAMNDYVVEVCVRKEDTGA*                                                   
>Sbic_01g013450                                                                 
MGAFDCPICYEPLMPPIYQSAFERCFGMERVVESIEVPCCFAENGCTKKMAYFNKKKHEKACKHGPCFCPEPGCGFSGPA
AKLPDHFTDCHKWPNTAFKYYVQFGLRLQPGPHVLRAQDGTVFLMNVVAAEPLGHAISLVCVQPEATNSPFGCSKVFSCF
TDHCQISTVATVRCSSLADGPPKDAFCVVPKASGGQALAKELVTGSSASGVARSSSNWHPSSIPKS*             
>Sbic_01g035070                                                                 
MMATTAYIDDSCSEVIDPPKTEVLDVVELPGDHTQHPPKPNVVVSSSVRELLECPVCLSAMYPPIHQCSNGHTLCSGCKP
RVHNRCPTCRHELGNIRCLALEKVAASLEVPCKYQSFGCSGIYPYYSKLKHESQCQYRPYSCPYAGSECTVVGDIPYLVN
HLKDDHKVDMHNGCTFNHRYVKPNPHEVENATWMLTVFSCFGQYFCLHFEAFQLGMSPVYIAFLRFMGDDAEAKNYSYSL
EVGGTGRKMIWQGVPRSIRDSHRKVRDSYDGLIIQRNMALFFSGGDRKELKLRVTGRIWKEQ*                 
>Sbic_02g041870                                                                 
MASVTYIDDSLAEVIDPPKNEEMLDVTELVGDHIQHSPKPNVASYGNVRELLECPVCLSAMYPPIHQCSNGHTLCSGCKP
RVHNRCPTCRHELGNIRCLALEKVAASLELPCKYQNFGCLGIYPYYCKLKHESQCQYRPYTCPYAGSECTVAGDIPYLVN
HLKDDHKVDMHNGSTFNHRYVKSNPHEVENATWMLTVFSCFGQYFCLHFEAFQLGMAPVYIAFLRFMGDDAEAKNYSYSL
EVGGNGRKMTWQGVPRSIRDSHRKVRDSYDGLIIQRNMALFFSGGDRKELKLRVTGRIWKEQ*                 
>Sbic_03g000630                                                                 
MDVDCVSLPDAAAPAADMDGAVAAAAAARPWPKAAANGGVHELLECPVCTNSMFPPIHQCQNGHTLCSTCKARVHNRCPT
CRQELGDIRCLALEKVAESLELPCKYYTLGCPEIFPYYSKIKHEAQCSLRPYNCPYAGSECAAAGDIPYLVSHLRDDHKV
DMHSGCTFNHRYVKSNPREVENATWMLTVFHCFGQYFCLHFEAFQLGMAPVYMAFLRFMGDENEAKNYSYSLEVGANGRK
MVWEGTPRSVRDSHRKVRDSHDGLIIQRNMALFFSGGDRKELKLRITGRIWKEQQTPDGACIPNLCS*            
>Sbic_03g007530                                                                 
MEKEDGGGSSSSSKSTGDVDEQGESIAERIKCTIEKAVFCCDVCTKPFSPLIFQCPGGHFVCSRCRGDLPGQKCTFGFGS
VRCTAAGTLARSHGMERAMESILIDCRYAEHGCTEETEYCRYDQHRLICPHAPCECPAPGCDFAGKTADELLDHLTAGTG
HHKWPSTTFRYWVPFDLRIVELGTTPHVLRCSNDGQLFLVSVKPAAEPPGLLAVSLVCVQHFKPDGFQCSVSFSYSKRHR
GTSTWELRRPRRFSGSWPPTDYICVVPNKESTDGPDDAGLVLTVNIACIDAVDEEDDLDDSSYDVDSDEDMTMSSS*   
>Sbic_03g007540                                                                 
MEIESNADGSAGKRNGQVEQEGEHVANAKRLKGSIEVEAFSCRVCAQLLSPPIFECSSVSWHFICSSCRDKLPADKNKCP
LCSGAGGCDLARSLGMERAARSILVDCRYAERGCTVKTAFYEPRDSHEKVCPHAPSLCPEPGCGFAGRPEQLLDHLTGHH
GWPSTKFDYPEAFDLRVDEPGAQVLCCKEDGQLFLVNVKPTARPPPAGRVVSLVGVPPYLKPTGFGCRVEFSCFLSHRGT
MALDDIQPLRLSDWPPATEFLCVLPDISDKENEASSVKPLEPTFRIMFVCASSNEGERSWHDTIYIESDEDDSDYEDDD*
>Sbic_03g007552                                                                 
MSNSDSSKQTGETQQEERNRKRKDPDGAATSVTMELEVLDCPICYGPLQPPIFQCVVGHLICSSCRGKLQKPKKCHHCSC
ESGSNRCHGVEKIIESIQVPCSNTRYGCSMKTSYYEREDHETKCQYAPCFCPDTGCSFSASTGLLQEHFTTEHHWPSTKC
KYGWCFYADVKEGVHVISSEDEQLFLLNIASEPFGCVISVFCVQPHDTEPKSRCAVTFSFWKNNSYHSQSSEFQVPSTTL
SDGLPREHFLFILPRFYMEEDSRICITMKKDSAFQREETDTSGADCYSSFFSLGK                         
>Sbic_03g007556                                                                 
MDMDAFECPICLSLFEGSIFQCKNGHAVCDACRVRIHGTCPSCREPVVGDIRCRALENAIAGMVLPCSFSSHGCTQLLKH
TERRHHEAFLCQHAPFACPLHGCTYSGLLLYDHIQDAHTLCVDYDVRFIGSGWQVSLRRSTPFKVLLDPLDRRVFLLLNG
RGIRSGRSLSVVCLGPRPPANQLLEYKLEVGGDGEPGALSLSASGSVTCMRSWAGQHPTDGFLFVPNACWDPMVCVIVNV
RVQRSSAAANAL                                                                    
>Sbic_03g007558                                                                 
METKIESKEEVQRRRLQEEDDSSSRNRATRSVTAPTAVEIELEVLDCTICYHPLKPPCAVGHVVCSACRAKLAGRSCHMC
GGATGFSRCFAVEHIVESVRVPCANAGRGCAAMMPYHGKEEHEKTCRPHAEVKAVTGPDPEQ                  
>Sbic_03g007560                                                                 
MTRGSSEDEDRSPDPVASRRAAAAAGDRSRRAKAKRNRRSPSYLSLRDRAQDGGWRRRSPSRRRGCRYFDDHVERRSWSR
SPSPIRRRRQSRSPSPIRRRRARSGSDRDEEEPDRHGRSPRRGPAAPRSCRSRSRTRSEECEDRLCCRRSRSPGDDDDDG
ERSVSPPPQEDFYLRIDRSDDLFKCAYCFELLSSPVYECVDGHVTCGVCHESANEGDDGEAGDDRCIRCGSTEYRRSRAV
AGWLKSVLFPCGNHDYGCPAFLPRHKMEAHERSCHYAPVFCPVDWRCDFPGGPTDALERHVTAVHGWAVVGVRYGEPLHV
RARPGPSRSLLRAEDDGALFYLCCAKADHGGSVVLSMIHIRPDDAPNKADFTYEVKTPPAAPGMQHRIQMQSTVWGTSLR



DGELYANPVSVKVPGSMLPREEGPQQDSVEVRIVKVAPPPAGDSVSRS*                               
>Sbic_03g007580                                                                 
METGEQKDSKKARVDPPPAPLVPHCMVSIDMAKLQCPVCTHPLKPPIFQQVELLQCAAGHLACGACHGQLADKDRCYSCA
NPGGYSRNLPLEDVVRSTKVWCPNSPYGCNSPMMILHEMDDHQRKCPHAPCRCPEPGCAFVSSAAWFGYHLMVTHSWPVN
SIGYGKACQLQLPESKPRCLLAAMEDGRLFVVSVAALRDSVSLVCLRANAAAGPHYTCKMWATGSAAAASGKVPTVSVEM
EVPSSAVATGMEAKVAAALAVPRKMLHGPSKELHLNVRIDKVQT*                                   
>Sbic_03g007620                                                                 
MAISPLHCHACVLPLKPPIFKCEAGHVVCGACRGSHVQVCANAGAGAGTYVHCAELDRIVHDARVPCAYEKYGCTSWVVY
YEALGHQRSCRFAPCCLCPDPGSGCGRFTSPASLAEHFIHHGWHVTEVDYAKPCKLAVPGHQVKQVQVGKADGCVFLMLS
CALGAATAVSLVCVRVCGAAAAGAPQYTCKL*                                                
>Sbic_03g007633                                                                 
MDLDAFECPICFSLFEGSIFQCKNGHVVCDPCRVRIHGTCPSCRNPVGEIRCRALEKAIADMVLPCAFSRHGCTQLLKHK
ERQDHEALCHYAPFVCPFQGCAYSVESTLLLHDHILDTHAINNVVSLVGSTQVVLHWSTPFEVLLDPVDRCVFLLLNGGD
VPSGRSLSVVCLGPRPMANQLLEYKLKVGGAGEPGALSLSASGSVPCMRRWAGQHPNDGFLFVPNAYWTSFSCVLVNVRV
QKSAVDSL                                                                        
>Sbic_03g007650                                                                 
MADGEEHQNKRLLTASGVGSINKKAKALSSVTLKEESEGVVAQGGRASHRARGVVAVAEQANPPMELPRIINIGLQPQLL
HCAVTDCSRPLKPPVFKCAAGHRLCNNCRGQGRAGHCRKCGRDTTFVYCGPDLDVYIGGAMVPCPFVVFGCGSSVAYHEM
DAHRDACAYAPCRCPQCPFMASPAVLRDHLATHHAWPVHGVPSYGAHFHVGAAVSEPPHRLLVVEGDEQRLFVLSVRARG
AADIWAVSLACVRASAKAGPRYVYTIWACPPTRERSWVGMEADVPSCAVPGAAVDEGMALCVLPELLVGPSKEIHLKVRM
RVVQP*                                                                          
>Sbic_03g007670                                                                 
MAEQSKRGSQLENGEHGHNGKKARAQAMPNGAIKQEQQEIDEAAEEEEEQEEGEVSQGSGSGAMEEAQINLRFGITLFHC
RSCRLPLKPPTFKCAYGHVICGSCCNSHEQVCRGAAVYSPCVEVDAFVRGAKQPCAYEEFGCKSSVVYFEAADHQRACQW
APCSCPDPGCGFFSSPARLASHFAGAHSWPVTEVSYGKPLRVALPPPRGWHVLVGEEGRRVFLVSACTLGAAAAVSLVCV
RANGDAAEGAPQFRCKLWAEAASSKESVAMMMSMVASCSMSGAGAFSAADQGMFLAMPPEILDDAFGGEAPVLMVRIDRA
GAAAKSTTPAPRSSRPVALGGC*                                                         
>Sbic_03g007680                                                                 
MSSQQQQKRVPDQDGEHANGAKRSRALAIPNGEVKQEQRGQGEEEAGQGEQGEGALVAVEQAMEEPQINIRMAVSHLHCH
ACVLPLKPPTFECEAGHVVCRACRGSHVQACAGAGTYVSCAKLDGIVRDAKVACAYEAFGCTSWVVYYEAPDHHRSCRFA
PCSCPAPGCGHFTSPARLVEHFFSHHAWNVTEVDYAKPCKLAVPGPEDKLVLVGKADGSVFLVSPCAFGAATAAVSLVCV
RACGDVAAGAPQYTCNLWAEVAGNALLLTSVVASSDLVGGFPATDKVMFLPLPQLLYDESGEPPALMVRIDKVGASTIRS
RSPCATPPSSLPRRMLQ*                                                              
>Sbic_03g007690                                                                 
MSGEPSQTPMKTGDRSSAKKARVESSPRDQVKLETTTGKEEAAASCGSGLLVLGGDAAAAARTEVVVRIDRDMLHCPLCT
LPLKPPIFQCGVGHMVCGSCHGQLSTNQCHWCAGANAFCPAMDAVISKVLVPCPHEAYGCRASLAYYLASDHGSACAHAP
CACGEPGCAFLGSPPMLLSHLAAAPHCWPVDKLQYGEVLRIRVPDTEPRRLLVAEEDGGERVFVLAVGGDRAARVVPVTA
ACVRAPGAAAAGPQFTCKMWATGCKAPASGKMESVLVDMEVPSASAAGAVAADEVDTFLPVPPKMLRGPSSQMHLSVRID
KV*                                                                             
>Sbic_03g007710                                                                 
MERVEQQNTKKPRVDAKFPMRRVKQEVEEGQATAGAGAMVAVQVAAPVVDLEVRIEKAKLDCPRCTMPLKPPIFQFQCEA
GHLACGTCYAVLTKDKCYSCHRDGAYRRHTPLEGIVSCAKVLCPYDVYGCRTYVTYHEAGDHQRDCPCAPCRCSEPGCAF
VGSPPMLRDHLRDTHAWPVDKITYGRAHNIRLPETCPPRLLEAEDDGRVFFVAVGAHGARIGVTVACVRASAAAGPRYSC
KRWASGNPGAETGRVEIAMAEADVPSSSAVPGPGDAATAAAAEAAPLSVRRSMLHGKSMEMLLSIKIDKSKN*       
>Sbic_03g007720                                                                 
MRTTRQKSKAQMEESSTGHANPQVQIPEEEPQESAGESAMVVTVNGAAAAVEITVRIAKARLHCPVCTLPLKPPVFQCAF
GHLACGVCHVTSSSGGGGAGRCSVCGDGGGGYARSTAMEDIVRSAKVLCPHDAYGCRTYVTYYDAAEHQRACPHAPCLCS
EPGCGFAGTPAALRDHLAGAHSWPVDRIRYGAALRLRVPELDPAQHRRLLAAGDDEGGQVFFLAVRAIRDRPFRVVSLVC
ARPGAAAGCPRYACTIRAAQQPSDAAAAAGEVSAESVVLEMAPVPSSAAPGETSIEEAASLVVLRRTLPAGAAAAGEMHL
TVRIDRIV*                                                                       
>Sbic_03g007730                                                                 
MGGKGPRQVLQASAATKGPRRLTEVPAETSQHQAMEKITATINANLLQCCVCSGPLTPPLFQCTKGHVSCSRCCPADGYL
DDEVECLMCDEPETATRFRAMEHILVGMRMPCPFRQHGCAKMIPYASVQAHKASCVHAPCHCPISGCTGYGSKPLREHIR
QDHPGVVRTIISPHCLTPLRMHAHEQARMVRLGDSDGSPEFLVIVGQYKQLGRMLSVVRLVDESVVEQDFKHRIEVVGNA
GVLSLSGETLDAERLKEPYKASPFLFVPNETWDSPEGIRVFIELK*                                  
>Sbic_03g007740                                                                 
MCREPETATRCLAMEHFLGGIHVPCPFQQHGCTEMIPYASEQAHKASCAHAPRHCPISGCAGYAGKPLREHIRQDHPGVV
RTVVSPCCLRPLRMRAHEQARVVRLCNGTGNGDDGGGGGAEFLVVVGQYKQLGRALSVVHLVDESVDEQDFKHRIDVVSK
AGVLSLSGETLDAEHLAEPYEASLFLFVPNETWDSPEGIRVFIELE*                                 
>Sbic_03g008190                                                                 
MKRNAKKATEKDGAKAPPARQSPRKRPCTDKKGECINGHAACAECCVRINKKCWCCGEAIGRVRCRPVENMLAEMNTLCK
FSNYGCAEIIKFVQKRAHEESCRHAPYGCPVDGCSYRGMNMGLYAGAGALPVPGLPRPAPGRERRRQVQDGGARLRWRRR



ALAAGDGVVHPRARGLRGQQVPLRAGCVLGAFR*                                              
>Sbic_04g002390                                                                 
MAPGSSIVTVVPESDCGDDDGLSEALGGIRLDVDSASKPWSTSLANVALSSLSGLNDLLECPVCTNSMRPPILQCPNGHT
ICSSCKHRVENHCPTCRQELGNIRCLALEKVAEQLQLPCKYQSMGCTEIHPYKNKLKHEELCRFRPYNCPYAGSECLITG
DVPFLVSHLINDHKVDLHEGCTFNHRYVKPNPYEVENATWMLTVFKCFGQHFCLHFEAFLLGMAPVYMAFLRFMGEESEA
QGFGYSLEVGGGGRKLTWQGTPRSIRDSHRKVRDSFDGLIIHRNMALFFSGGGRQELKLRVTGRIWKEQGQ*        
>Sbic_04g011560                                                                 
MELDSIECVSYSDGMEDDDDTAAVTSSQLPRPFLKSSSTAGTAAAAVNVVVVSDRTGAAGPVAGAGPLVISPATGVHELL
ECPVCTNSMYPPIHQCQNGHTLCSTCKTRVHNRCPTCRQELGDIRCLALEKVAESLELPCKYYSLGCPEVFPYYSKLKHE
SQCNFRPYNCPYAGSECSVVGDIPFLVAHLRDDHKVDMHSGCTFNHRYVKSNPREVENATWMLTVFHCFGQYFCLHFEAF
QLGMAPVYMAFLRFMGDENDARNYSYSLEVGANGRKMIWEGTPRSIRDSHRKVRDSHDGLIIQRNMALFFSGGDRKELKL
RVTGRIWKEQQNPDSGACIPNLFS*                                                       
>Sbic_08g006830                                                                 
MAKFSFDDASEDPPAFSSEGEKRKREDGPAEAAAGGGSSKARISAVEGEEQDGSAVVGAERAEGTGRNLETVVGGEADGI
SVRIDPDVLDCSICFEPLQPPLYQCQNGHVVCFSCWSRLTNKCHICSHDANFVPNIALEKVVESVKSYCSYAKWGCNKLV
SYACRNAHEESCLYAPSVCPIPGCEYRGFTGWWSGHFLTNHNNDGLCFSYGQCFEVSLEMSVPFLVLLAEDDHLFIFINK
NVIPFGHALSVCCLRNGNLNGNFFYEMRATSNGNTENSLQLKASVTNTREWQGLSPTEAFLLVPYAFIKSSKLTLNVSIE
RVAHGM*                                                                         
>Sbic_09g003910                                                                 
MRRRPRPLVKRRKKMVSTFSFEEDEDSDSVEEDEDLGAADSLHAPPDVRARTSTAVANVTVGDADALECGVCFLALRPPI
FQCEVGHVVCSACRDKLEATGNGNCHVCRAATRGGYRRCYAMERLVDCIRVPCPYAAHGCDATPPYHGQESHRQVCPHAP
CHCPGDSCGFIGSETALMDHFAGAHKWPCTTKVRAGEAFSIRLRDGFNFFLLADHDRCGDGEQAAVTCCSVPCRLFLLNV
MKERLSRAISVICIHPHTSSAAAANNGDQQLPLTQCELVFSCYGDRSSCRSHYQSSVFRVVCTDLSSGLPNPENCFQFFV
PNTVFGVGDDKNSIQIKARIIN*                                                         
>Sbic_09g004040                                                                 
MRLKRQKLPFPSSGCAGGAHNKEKEKEMEKEKEKGSSGPLPAGAAAAVGYMSVEDADALDCGACYHPLKPPIFQCNEGHV
VCSSCRDKLVPAGKCHVCGTATSNYHRCHAMERLVDSIRVPCPNAAYGCNTRPAYYDHHGHCKTCPYAPYHCPSKECSFF
GSTDALLDHLTGAHGWPSPTNISVFEMHSICLYDGFNFLLADCAEDDNHGNTTTTISSNKYLFLLNVTRQSLGRAISVHL
IGQGSPSEILRCVLSCSLVVYDRCERHKFLASHSLESEINVECMDLPNGPTDPADCSHFVVPHSVLGDKNKEDPIQVNVC
ISIINLQ*                                                                        
>Sbic_09g004070                                                                 
MAALQDSGSKDPAAKRAGRGVGGEPKQKRARSIVVDTGGGGGSSAPATAPASESRAHPGSAAASLVDADALDCVVCYLPL
KPPIFQCDVGHAVCSRCRDKLQATGKCPVCRAVAGRYRRCHVMEQLVESIRVPCAYAAHGCALRLVYYDQESHLLVCEHA
PCHCPGEACSFVGSMAALLDHCSTAHKWPCITTVKPNDEDELTICLHDGFNFILADCSTDNKNQSSTASIQCLLLMTVAR
HPYARIISVHCIDPHAAGSGGQVATSKEMQCQLQYSLHKGSCSLSGNDPVIYNWQIQVSRFRVARTDLSNGLPKPDDCFQ
VVVPNSVIEDYDKDGIKVNVRIIIKE*                                                     
>Sbic_09g004080                                                                 
MASSSSSAPDLTVADEDVLECGVCFLPLKPPIFQCARGHVLCSPCSDKLRDAGKCHLCGVAMPGGYQRCHAMERVVDSVR
TPCPRAPYGCEARPLYHALQDHVLASCAHAPCHCPAAAAAGEPAACGFKGSIPALLDHVGGAHGWPCTTARYGAPSCSVH
LRDGFNFFVSHSHNVDEHGRRYLYLFNVVRHGFCRAASVIRVCPRVPAVKRVKLVLSFSYPKKREGMNETLVNDQFFHEQ
RIEFRVACSDLSDGLPDSYQLIVSKYLLRDDDDDMVVVVKQIFSSV*                                 
>Sbic_09g004093                                                                 
AAPDVRARTRTAVANVTVGDADALDCGVCFLALRPPIFQCEVGHVVCSACRDKLEATGNGVCHVCGVATHGYRRCHAMEQ
LLDCIRVPCSYSAHGCDTMPPYHGQESHRQVCRHAPCHCPGESCGFVGSTAALLDHFAGAHNWPCT              
>Sbic_09g004100                                                                 
MRRTVEFEAAEYVTDEDDDELEMEDNVEDSESHSEDEVDVDAEDMEEDDEDEDLGSDDSVHEQEEEEGGSHEQAPAMAAA
PAPPDAVRVRTRTPVANVTVCDADALGCGVCFLALRPPIFQCEVGHVVCSDCRVKLEATPSGNKCHVCGVVAARGGYRRC
HAMEHLLDCIRVPCPYAAHGCDATPPYHATAHRQVCPHAPCHCPAGESCGFIGSTAALLDHFAGAHSWPCTSGSKVRAGK
AFSISLRVGFNFVILLADQDHDRDDGEQPATTGSVVVPCRLFLLNVTQERLGRAISVMCIHPHANGVDQPLWTTKCKLAF
SHFGSGDENENLCRSHYHYQASEFKVVSTDLSNGLPIPDSCFQFIVPNAVLGDDDKDYIKVKVCISIN*           
>Sbic_09g004110                                                                 
MGDVRRPILYSSQRRWRTWSSVAERGESSLSRKRARSRPPPPRLPLRYYYSDDVVVDDGSHGRSHDDDYGEEEEDEEQIR
TEDDRYPSRGNVSSGADDAAEAGGAVEEQLPPEDEDSGDDDRPLSSVVARAHTLVHRRSISTAPASMPAPAPPESSPTSS
SSSDSSSVIKNVTVENSSAFDCSICYLPLKSPIFQCPVGHVVCSPCHDKLRQATNCHVCRVPIPGGYFRCNAMEKVVDSI
RVPCPHAAHGCAERMAYHDRDGHARTCAHKPCHCPGEGCGFSGSVQTTLLEHFAAVHGWPCSAGTATGMSGFVVSLRKGF
NVVVVTAGADDCGTTTTTTEQQYTLVLNVEQAAPVCNTITAFCIHPSHTGTVTVRLSYYRWYRWWRLDSDCCHRRQYAQS
SQLDVVCTDLSNGMPGPSSCFPLLVPRWSSPGGEDDEDIRVTVNYIRGN*                              
>Sbic_09g008090                                                                 
MDMDSVECLSLPDAAMDVDDVDGHPHHGHHGHLGLPLHPAHLPSSGAGRAFPKVNAGGGGAGPAGAGAAGAAGAAGAGGG
PPATSVHELLECPVCTNSMFPPIHQCQNGHTLCSTCKARVHNRCPTCRQELGDIRCLALEKVAESLELPCKYCSLGCPEI
FPYYSKIKHEAQCSFRPYNCPYAGSECAVAGDIPFLVAHLRDDHKVDMHSGCTFNHRYVKSNPREVENATWMLTVFHCFG
QYFCLHFEAFQLAMAPVYMAFLRFMGDENEARNYTYSLEVGGNGRKMVWEGTPRSIRDSHRKVRDSHDGLIIQRNMALFF



SGGDRKELKLRVTGRIWKEQTNPDGACIPNLCS*                                              
>Osat_LOC_Os01g03170                                                            
MAVLQMAREKRSCPRASETQQNNSEKKGKVDGESAARDKRAITVTVDPEVLECDVCFGPLTPPLYQCMRRGHITCSTCVA
EMGQECQWCRAPEATTTRCRAMEHFLAALAVPCSFNHKGCAAMVPYGEREAHEAACAHSPCYCPIRGCSSSPYSGVSLVE
HLERKHPEIGRTRVDRTTLSPLRMCHGEPARLVYLAGDDRDRAVFLLAVDRSEAPRGWSLWMVRLKAEEEEEEDKGELRY
KIMVAANGGVLSLVGETESVGRLTAPYRASSFLFVPGAMLDAPPEAEGLLVFVELNSDRSQKHLSATQEKGGQLPRPLEW
SGDMVEQNKRARANGEVKQEQQQEEEEEVEEGEVSQEETQRTGAFPLVTMAAMEQTEEETQIDVRIAVALLHCHACLQPL
KPPVFKCDEAHIVCSGCRCGHHGQLCGGAAVYSHCAELDAIVATAKVPCAHAPYGCSSYVVYAGVADHQRACPCAPCSCP
EPGCRFRSSPAALPGHLAAGHSWPVAEIAYGKPRKLAVPPPAHVLVGEADRAVFLVSSCAVGAGAAVCVVCVRANGGGDN
AAAVARYKCKLWVEVPSNDDNMAMMTSMVRSSDLAGGFPAADKGMLLWVPPEMLHGVPGGEAAILSIRIDRAAAATPKFT
TTRARSQKGMH*                                                                    
>Osat_LOC_Os01g03190                                                            
MQHGEQSGAKKAAAWVVSPNGQVKREMAVEAARGEGAAAAAGAGEEEEEVQAGGMIAAAVGDGFEGVEISVRIDLAVLHC
PLCLLPLKPPTYQCAAGHLACSSCHGDVPGKKCHTCGGGGGGGVYARCPGLDTFLRAAKILCPNDLFGCRSYVAYHDVAA
HQRACPHAPCSCSEPRCDFLGSPPMLLAHLVADHSWPVSKVPYGEVLTIHVPESERRHLVVAGAAGGDDERVFVLSVGAL
GVARAVSVACVRANAAAGPRYRCKLWAHAPGGGAADFVHMDSAVASSAAAPGGEVAVDEEARFLTVPPCFLHLLDAGTSK
EMLIRLSISIDIDIDMS*                                                              
>Osat_LOC_Os01g03270                                                            
MRLTRLGMMKKNGKRTTMDHGTAKKTRSVKVAKKTEAGLCTDQQQDVEEETTKMTYSIDSDSLDARTGTPRAAPAASSWM
DRACPSCNEPIGDIRCRPLEKVLAAMSAPCKFRASGCMETVGFTERLSHEASCTHAPCGCPFDGCTYLGLLLYNHILDEH
ATDAVVAMGSLRGTTVTVHKSKPFNVLLHRGGTRGGNRVFLLLNGGDVLSGRSLSLVSVGPPPTANCELLYKIELAADGP
GPCTGVLKLSASGTVPCVRRLEGFNAKAFLFVPDSYWGSSDTVSVTVLI*                              
>Osat_LOC_Os01g03290                                                            
MMRLKKKGTMDNTGTPKRTRWSENKAQQDGKDETTKLTYSIERDALECPICFVPFEDRVYMCKNGHAACGSCYAKMNTMC
PCCIEPIGNIRCRPLEKVLAAMSAPCRFSTSAYMRLIRASGCTEIVAYTERRNHEASCPHAPCVCPFDGCNYQGHLLYSH
IQDEHATDAAVVATGCLRGTGTTVTLHKSKPFHVLLHRGGSRVFLLLNGDNVLSGRSLSLVCISPPPPLPNCELLYKIEL
GAVSRAPGELGLSMSGTVPCVRRLEGFDAKAFLFVPDSYWGSSGTISVTVHL*                           
>Osat_LOC_Os01g03300                                                            
MSSGRVGDRIAIPAAGTARRRRRDPTTGPESPVYLEGSRWSLSPAYQPSRRRRHDEEGYSRRRGRSRSNSPRRRRRRRPR
SCRSRSRTRSYECEDSRCCHTRPSPRSDDREDDDDEQDGSWYHPPADNEFTVRIDGIGADDGIFRCDGCFAMLSSPIYEC
ANGDVICERCSYDDGGARVCRKCGTMELARSRAIGHLLRCIRFACKNRRYGCPSFLPRQDMDEHELSCDHEPCFCPIRRC
GFAGAADSLARHLTARHGWGRLRVAYGEAAVVPVQSPTILRADDGRIFHLSCTRERGGGGGTAMSMVCIRPDHVAGAEEE
FTYEVRTACQRLQMQAAVEGTSLRYGMKDAVQARVTVPDDMLLRQGDAVQVFVRKATSAAGAANNN*             
>Osat_LOC_Os01g03410                                                            
MTADRFGAERRHGRQTRGRRGATTERALHKITYFNKKSHEQACSYEPCFCPDSGCGFSGSVATLWKHFTTQHKWPSTEFK
YYTPFDLRVKPGAHFLRAGDGQLFVMNMVSVEPVGHGVSLVCIQPNTSESSFRCNVVFSSFTGHHQISTLESVRCSSLSD
GLPKNYFCIVPKSPGGGAAVLLRITIDTKLVLEVEDEQEEEEDDDDYDEDEDEDDESDDEDGN*                
>Osat_LOC_Os01g03420                                                            
MEISSSLNKRKLGEAQHDGDRVVIKKRQSVSMDMEVLHCPVCFQILRPPVFQCDLGHLVCSPCRDNLPAGGKCPSPSCFG
TPSVRCVAMERVVNSVEVACAYAEHGCPDKIAYANITEHEKTCPHAPCFCPEPGCGFAAASAAALADHFTAPRHNWPSHK
LSYSQPFELRVHPGKNVLVGEEDGALFLLNVSPAAEHAVVSLFSVQPHHGASGFGRSASHFGCSVEFSCFLGHLQCSTLV
TVTSSSLSDGMPEECFFSVPELQDSVDGDAGVGVDIRITIDEAVPLFSCVDGMEDDDDEDCDDDVDANNGDDDENDGDTS
DDEDEDDEDGTKLNFLVLSGTAWNPASDAQWNSFCFEGHCEASTLEAVKISSLSDGLPKDRFFSVPKQQDGDAGVVLGIT
IDDVEDVEDEDSDEECE*                                                              
>Osat_LOC_Os01g03429                                                            
METTSTGSSRQRSSVATIDLDALDCTICYNPLQPPVFQLLDTSRCHMCSRDGGYRRCVAVDHILYAITVPCPNAAHGCAA
RTPYHDSHGHAAGCPHAPCFCPEPGCGFAAGATAALLAHFTGTHGWPATVMWRRRAAVGVPLQEGKRVLSLLDDDGRGSH
LFLLNVAQAGEAGLVGTVLAVEAAAHGHGDAPRFECKVSFDRRGTGWRQSSTFGVRSTNLSGGLPADGFAFVAPNPPPAA
ASVTITLFDISSGEPGSALRPVLPRSRRSRTRLSATTTAAAAVILR*                                 
>Osat_LOC_Os01g13370                                                            
MDVDSVECLSLPDSSSSSGAGAGGGGGGGGGGGVGAMDAADDVGLALHAHGALLAAAAAARAAACSKGGGGGGAAAGSGV
HELLECPVCTNSMYPPIHQCQNGHTLCSTCKARVHNRCPTCRQELGDIRCLALEKVAESLELPCKYCSLGCPEIFPYYSK
IKHEAQCMFRPYNCPYAGSECAVVGDIPYLVAHLRDDHKVDMHSGCTFNHRYVKSNPREVENATWMLTVFHCFGQYFCLH
FEAFQLGMAPVYMAFLRFMGDENEARNYSYSLEVGANGRKMVWEGTPRSVRDSHRKVRDSHDGLIIQRNMALFFSGGDRK
ELKLRITGRIWKEQQTPDGACIPNLCS*                                                    
>Osat_LOC_Os01g55640                                                            
MEQSAGQRSSVATNATVDLEVLDCTVCCHPLKPPVLQCGVGHVICSSCHGKLPDKNRCHVCAMDTAYNRCFAVEQILRSI
LVPCRNAGYGCDAKTAYHDSDSHEDGCPHAPCFCPEPGCGFAGATSSLPAHFTGGHGWPPATEFRRARAFDLQVQEGKRV
LRDVDGGHLFLVDVAPAGPAGLAGAVLLLDPHAGAKAKPKFECHVAFHCRATGWRSSSEFPVRSTALDGGSLPADCYAFV
VPRVAHPPATASIIVSVYDVSKKRPRNGDIRQHLKSRVN*                                        
>Osat_LOC_Os02g03620                                                            
MAPGSSIVTDIPESDCVSDGLSEALTGIRLDGDSTCKPWSTSLVTVELSSLTGLNDLLECPVCTNSMRPPILQCPNGHTI



CSNCKHRVENHCPTCRQELGNIRCLALEKVAESLQLPCKYQSLGCAEIHPYQNKLKHEELCRFRPYSCPYAGSECLIAGD
VPMLVSHLINDHKVDLHEGCTFNHRYVKSNPYEVENATWMLTVFKCFGQHFCLHFEAFLLGMAPVYMAFLRFMGEDSEAR
NFCYSLEVGGNGRKLTWQGIPRSIRDSHKKVRDSFDGLIIHRNMALFFSGGNRQELKLRVTGRIWKEQ*           
>Osat_LOC_Os02g19140                                                            
MDMASIECVSYSDSMDDDDDDGVGVGGVSHLPRPILVKPSSAAAAVNVVVVSAGSGGGAGGGGGGVGVVAGAPAVPPATS
VHELLECPVCTNSMYPPIHQCQNGHTLCSTCKTRVHNRCPTCRQELGDIRCLALEKVAESLELPCKYYSLGCPEIFPYYS
KLKHESQCNFRPYNCPYAGSECSVVGDIPFLVAHLRDDHKVDMHSGCTFNHRYVKSNPREVENATWMLTVFHCFGQYFCL
HFEAFQLGVAPVYMAFLRFMGDENDARNYSYSLEVGANGRKMIWEGTPRSIRDSHRKVRDSHDGLIIQRNMALFFSGGER
KELKLRVTGRIWKEQQNPDSGACIPNLFS*                                                  
>Osat_LOC_Os03g24040                                                            
MASVTYIDDSGSEVIDPPKTEVLDVTELAGDPVPHSPKPNVVVSSSVRELLECPVCLSAMYPPIHQCSNGHTLCSGCKPR
VHNRCPTCRHELGNIRCLALEKVAASLELPCKYQNFGCVGIYPYYCKLKHESQCQYRPYSCPYAGSECTVAGDIPYLVNH
LKDDHKVDMHNGCTFNHRYVKSNPHEVENATWMLTVFSCFGQYFCLHFEAFQLGMAPVYIAFLRFMGDDLEAKNYSYSLE
VGGTGRKMIWQGVPRSIRDSHRKVRDSYDGLIIQRNMALFFSGGERKELKLRVTGRIWKEQ*                  
>Osat_LOC_Os05g06060                                                            
MAASSSSSKRRAMGMAASDQGDTSAHAMKKPRVRVAPDSSASEDDTDEDHGHDEGDGGEEEEEEEEPDGDGEEESQSYQD
PLESDGDGVDEEASAGDMAASEPAAPSTRAAVAGVTVEDADALECGVCFLLLRPPIFQCEVGHVVCAPCRDTLAPAGRCY
VCRVAVAGGEYRRCYALERLVDAIRVACPHAAHGCAARPAYHDVEAHRLACPHGPCHCPGERCGFVGSTAALLDHFAATH
NWPCTTNVRAREVFDVRLHDGFNFLVVGGASRHHLVMMNMTREPLGRAITVLRIHPHATGRIQCELSLSRHVVLGDSWGL
YRSHYQKSVFDVGCSDLADGLPDAKQCFQFVVPRCVAGDDDEGGTGIRINVLITVD*                       
>Osat_LOC_Os05g06070                                                            
MASTAPVGEACQRRLALGRTERVRMPPPPPPPPPPPPPPPPRPFSRKPSEPAAPSTRAVVAVTGVTVEDADALECGVCFL
PLRPPIFQCEVGHVVCSPCRDKLAPAGRCHVCRVAVAGGEYRRCYALERLVDAIRVACPHAAHGCGATPAYHALDAHRRA
CPHAPCHCPGERCGFVGSTVALQDHIAATHSWPCTTNVRAGETVSVHLRDGLAFLRVHHHRRRGSATYSDHLIMLNVTRE
PYGRAVSVLCIRPHAAAEHQVSPPPPPAMQCELLLVSRFGYDGDGGHCRSHYQKSEFLIGCSDLADGLPDREQSFQFMVP
RCVVGDDDEGGIQIHVRIIVIN*                                                         
>Osat_LOC_Os05g06100                                                            
MARKKRRVYVAIEEIESHGHEEDDDGGEEVEEEDEQSHGEADGDGDDAAAAMEESDGHDEEGDNGGDEPDQSPDGDDMEE
EEERGGGVHGGEAEVETFHHSEQASSARPVVAVAGVTVEDADALECGVCCLPLRPPIFQCEVGHVVCAPCRDKLAPAGRC
HVCRAAVAGGEYRRCHALERLVDAIRVACPHAAHGCGATPAYHALDAHRRACPHAPCRCPGESCGFAGSTAALLDHFAAA
HAWPCVADVRAGETHRLHDGFNFHRVEHRGGGDHRLIMLNMTREPLGRAISVLCIHPHAAPAAEMQCELRLHVSRPADDA
GGGLCISHYQKSVFHIGYSDLADGVPDRRRRFQFVVPRHVVGGDNEDGVQIRVRIKY*                      
>Osat_LOC_Os05g14860                                                            
MDMDSVECLSLPDSSMDVDDVDGGGSVHHHHHHHHALPPHLPAGVAVGVGPGGRAFPKANVAGVGGGGAAGAPAAGGAVA
GGGGPGGGPPATSVHELLECPVCTNSMFPPIHQCQNGHTLCSTCKARVHNRCPTCRQELGDIRCLALEKVAESLELPCKY
CSLGCPEIFPYYSKIKHEAQCSFRPYNCPYAGSECAVAGDIPFLVAHLRDDHKVDMHSGCTFNHRYVKSNPREVENATWM
LTVFHCFGQYFCLHFEAFQLGMAPVYMAFLRFMGDENEARNYTYSLEVGGNGRKMVWEGTPRSIRDSHRKVRDSHDGLII
QRNMALFFSGGDRKELKLRVTGRIWKEQTNPDGACIPNLCS*                                      
>Osat_LOC_Os06g20610                                                            
MFTAYLYHFQCQNGHVACFSCWSKLSNKCHICSRDAKFARNIALEKIVESIKSSCSYAKWGCCKFINYAQRDAHEEACLF
APSVCPISNCGYRGFTGRWSGHFLTSHSSDVMRFIYGQPFEVNIEVSVPFLVFLGEDDHLFLLQNNNLTPFGHAFSVVCL
RSGNLNWMFSYQIEATSRKKPENRLQLKASVTNTRQWTGIYPSEAFLLVPFDFCHSSNIVLNISIERYAVV*        
>Osat_LOC_Os07g46560                                                            
MASVTYLDDAHSEVIDPPKNEEMLDVTELVDDHTQHSPKPNAMVSGNVRELLECPVCLNAMYPPIHQCSNGHTLCSGCKP
RVHNRCPTCRHELGNIRCLALEKVAASLELPCKYQNFGCLGIYPYYCKLKHESQCQYRPYTCPYAGSECTVAGDIQYLVS
HLKDDHKVDMHNGSTFNHRYVKSNPHEVENATWMLTVFSCFGQYFCLHFEAFQLGMAPVYIAFLRFMGDDAEAKNYSYSL
EVGGSGRKMTWQGVPRSIRDSHRKVRDSYDGLIIQRNMALFFSGGDKKELKLRVTGRIWKEQ*                 
>Smol_XP_002993115                                                              
MATTLAKRPKLSGLGESPGAPSAAPFSSPYSPISLTFTLNVISCGFCKEVLVSCIYQCRNHHLVCAHCRNTERRWCSCPG
TVESFRNEALERLVGCFSVLCSNSSFGCPDAFPIYARRAHEARCSFAPRRCASCSFTGAASQFSSHFSDHHRWNIIDIPD
YNVEFGMALKGSEARVIPVRIGSSEAMFLIHFEQQGSSGRLYPSEVARHQENVKTTVIFLMDAYGPRFASSAARTALAYS
IERRETLPFMANGSIYDNNSRHTVRNVHGIVCALSWGILIPLVIRWYGFVTRLQVQGRHLKLFYAVRIIAYTLGFGGTIV
GLWLAGDAGEIGNKAHFSIAIALLVLGGIGAIGFQCYCCCPVDGVAWAVMIMGIVNVFKGFDMLDPPRGYRIAYTVVLSL
GCVAGVAAEILISKLEIILGLYMPPKRKETEHPSLEAAVEAAHRAAHNGDERGDDRNVGDSPHAVRPEDPESTKHIGDGE
NHDDETKDFDAPHPMFDSHQVEKCHRQQRDRDAEVGFVVGDAAVRDHARPEPDRRRGRGDGVERRLEKDVRSRQGTGQEI
LPVDEHWDEDPP                                                                    
>Smol_XP_002984527                                                              
MSPGTIYLDVPESPSLDSTETTADADVVAVAAAGSAASSVGASSAPPSASCGSSKSCSKSTSSVHELLECPVCTNSMYPP
IHQCPNGHTLCSTCKVRVHNRCPTCRYELGNIRCLALEKVAESLELPCRYQGLGCPDIFPYYSKLKHEAQCCFRPYGCPY
AGSECSISGNIPTLVAHLRDDHKVDMHNGCTFNHRYVKSNPQEVENATWMLTVFNCYGQHFCLHFEAFQLGTMPVYMAFL
RFMGDDNDAKNFSYSLEVGANGRKLMWQGVPRSIRDCHKKVRDSHDGLIIQRNMALFFSGGDRKELKLRVTGRIWREQ  
>Smol_XP_002984186                                                              



MAPPNTSYVEVGEAPALLESETTDVVAEEAGAFVLPPKIPVPAALSSKFGGSPPASVYELLECPVCTNSMYPPIHQCPNG
HTLCSTCKVRVHNRCPTCRYELGNIRCLALEKVAESLELPCRYQSHGCPEIFPYYSKLKHESQCSFRPYNCPYAGSECSI
TGDIPTLVAHLRDDHRVDMHNGCTFNHRYVKSNPQEVENATWMLTVFNCFGQHFCLHFEAFQLGVAPVYMAFLRFMGDDN
DAKNFSYSLEVGANGRKLMWQGVPRSIRDSHRKVRDSHDGLIIQRNMALFFSGGDRKELKLRVTGRIWKEQ         
>Smol_XP_002965124                                                              
DTLDCSVCMESLTPPIFQCSNGHIACQSCRSKISDVCPTCSKPLGSIRCLAIEKLIETLSVSCKFADHGCGAMPKFVHKA
IHERSCEFRPCACPIKPCNVSAPTRDLLAHIVEAHQVARYD                                       
>Smol_XP_002964553                                                              
MATTLAKRPKLSGLDESPGAPSAAPFSSPYSPISLTFTLNVISCGFCKEVLVSCIYQCRNHHLVCAHCRNTERRWCSCPG
TVESFRNEALERLVGCFSVLCSNSSFGCPDAFPIYARRAHETKCSFAPRRCASCSFTGAASQFSAHFSDHHRWNIIEVPD
YNVEFGMALKASEARIIPVRIGSSEAMFLIHFEQQGSSGRLYPSEVARHQENVKTTAIFLMDAYGPRFASSAARTALATR
IYDNNSHHTVRNVHGIVCALSWGILIPLVIRWYGFVTRLQVQGRHLKLFYAVRIIAYTLGFGGTIVGLWLAGDAGEIGNK
AHFSIAIALLVLGGIGATGFQCYCCCPVDGVAWAVMIMGIVNVFKGFDMLDPPRGYRIAYTVVLSLGCVAGVAAEILISK
LEIILGLYMPPKRKETEHPSLEAAVEAAHRAAHNGDERGDDRNVGDPPHAVRPEDPESTKHIGDGENHDDEAKDFDAPHP
MFDSHQVEKCHRQQRDRDAEVGFVVGDAAVRDRARPEPDRRRGRGDGVERRLEKDVRSRQGTGQEILPVDEHWDEDPP  
>Smol_XP_002973058                                                              
MSPGTIYLDVPESPSLDSTETTADADVVAVAAAGSAASSVGASSAPPSASCGSSKSCSKSTSSVHELLECPVCTNSMYPP
IHQCPNGHTLCSTCKVRVHNRCPTCRYELGNIRCLALEKVAESLELPCRYQGLGCPDIFPYYSKLKHEAQCCFRPYGCPY
AGSECSVSGNIPTLVAHLRDDHKVDMHNGCTFNHRYVKSNPQEVENATWMLTVFNCYGQHFCLHFEAFQLGTMPVYMAFL
RFMGDDNDAKNFSYSLEVGANGRKLMWQGVPRSIRDCHKKVRDSHDGLIIQRNMALFFSGGDRKELKLRVTGRIWREQ  
>Php_XP_001769222                                                               
MYPPIHQCPNGHTLCSNCKQRVHNRCPTCRYELGNIRCLALEKVAESLELPCRYQSLGCPDIFPYYSKLKHEAQCTYRPY
NCPYAGSECSVTGDIEWLVAHLRDEHKVDMHNGFTFNHRYVKSNPQEVENATWMLTVFNCFGQHFCLHFEAFQLGMAPVY
MAFLRFMGDDNEAKNFSYSLEVGANGRKLVWQGVPRSIRDSHRKVRDSHDGLIIQRNMALFFSGGDRKELKLRVTGRIWK
EQ                                                                              
>Php_XP_001758991                                                               
MYPPIHQCPNGHTLCSNCKQRVHNRCPTCRYELGNIRCLALEKVAESLELPCRYQSLGCPDIFPYYSKLKHEAQCTYRPY
NCPYAGSECSVTGDIPWLVAHLRDEHKVDMHNGCTFNHRYVKSNPQEVENATWMLTVFNCFGQHFCLHFEAFQLGMAPVY
MAFLRFMGDDNEAKNFSYSLEVGANGRKLIWQGVPRSIRDSHRKVRDSHDGLIIQRNMALFFSGGDRKELKLRVTGRIWK
EQ                                                                              
>Php_XP_001758984                                                               
EDHQLAATFDPDTLDCQICMEALHTPIFQCSNGHIACSSCCQKLGNICASCSKPTGRIRCLAIEKLIDSLHMSCRNAEFG
CRKMLKFTKRKGHELFCPCTPFDCPVSDCPFSGAATSFPDHFSESHQIRTLNFQYDVWFTAVLNPTDLHLLLKADN    
>Php_XP_001758512                                                               
VFDLDLLDCTICTEPLAAPIYQCENGHVACASCSKLTKNVCPSCKQPTGSIRCLALEKLIESLKVKCKYYSLGCSEMVKF
SDKCYHERICSWEPLACPFPECSFQGQYNFFQEHVKLRHGDN                                      
>Ptet_A0E751_A0E751                                                             
MEQIREYFIPIKEISQNLCCKICTYVAISAVECQTCEQLYCEDCAKLWQRKKDQCPDCKGEFKVKQPHRLIREELSKLAF
SCKNDAQGCKAPILMNDVLRHAEECQFKNVKCPCGWSGPQLKQKQHEQTCQQFATKQCNICKEDIKLVKYQTHNCFLELK
QQFEKITEKFYEYKETSEYSIKELKNHASKESNELQSVKQQIKGIVQENNELRKQMTDLTQVLKNQEQQFKQVIESQQQQ
QQQQQQGPFLTQGKLVESRQFQCAKSHWLQYWMNPNGEEKTKKCFRCQKTQVNCRYCCPLCCFFVCLKCQEPELTKNPHE
NSVLCPARHKVTKKIMGLKCTVCDKTSVQMKQPGGADCTECDFAICFECLENERYKSRVQQCPVQ               
>Ptet_A0DLQ9_A0DLQ9                                                             
MNFPLPENRIANYAKVSTFLSHLVCQSCKSLSLQQLICLKCHENFCFKCIPYAEDQIPEPIEITVQTILINKNTKYVQDI
NYRGFCPNCEVVTVLTSQLPKMFHKLYTSVKFSCQNRVNGCPEELCYPDLRIHEQKCGFNTITCPKQECGQQTYKKDFIT
HVSICNPSTDCICGSTNQHDQQKCLRLQCETLKSQLNTQTKELLLLKDVQTTLSYSSPQKQINRVVINQSPYVATSPFSL
QGLLQQSAQILNDG                                                                  
>Ptet_A0CD08_A0CD08                                                             
MNFPLPENRIANYAKVSTFLPHLVCQCCKSLSLQQLICLKCHENFCFKCIPYADDQIPEPIEITVQTILINKNTKYVQDI
NYRGFCPNCEVVTVLTSQLPKMFHKLYTSVKFSCQNRINGCSEELCYPDLRIHEQKCGYNTITCPKQECSQQTYKKDFIT
HVSICNPTTECVCGSTNQHDQQKCLRLQCETLKSQLNTQTKELQLLKDVQTTFSYSSPQKQLNRIVVNQSPYVATSPFSL
QGLLQQSAQILNDG                                                                  
>Bnat_126423                                                                    
MPKRKKKARKNESSTSAPSTPAMKMSKKQKLKKNKPNGSSSAAKAKTTPPAQRIIGPMFDKKDLHCTVCLDFPEKEIFQC
ENGHLMCGTCHNRVIQGSNPFCPNCRVRLSRERLYRNRFAEAVLSSLMVPCKNKGCKEIVQYGNLKSHHLRCGFRKLRCK
YHPLGCSWEGIFNNLKAHQKNCPLKKARARDILKNVISRSKQEESKHVMEHSKLLAQKSVCELLSSHCGNICIRDVVIEK
DDICDGDHFIACSL*                                                                 
>Bnat_127627                                                                    
MKRNLHHHRLSYGDDDKENSLAAGNKKVVFTRKKSKIPQSSPPPLEDPDLASKFECPICLHCYDHVIYVCSNGHSVCKTC
YEKIEPKRCPSCRVPLTGARNQALEAVASHTILPCRHKEYGCDFKGRGLARANHRNSCVFRPIRCLFHRCYPQCKWHGPP
SALLKHLNTHCMVRKIKQDQPCDVYWSYETKERCWQRGKDATFFSHDYNRFYYMSISRRGEHYHLASVWLPTTVKAAESP
TLQMEVSIPLEDDEFVTYTLKPPRLDPSLMMDGNVKRLIDQGKSFIIPIKKWRYPHPIFSEAWLLYLDYG*         



                                                                                
                                                                                
*******Skp1_POZ***********                                                      
>Hsap_ENSP00000222301                                                           
MNGEEKSCSGYGGPDAMDGKLVSSDDDDFIVKREHTRASGIRKAVLSGPGQSAENETDQVNFREIPPRCYPKHAKACIYF
TYKVHYSNSSTEIPEFLTALEVLMASDFLDIYIFLFFLFF                                        
>Hsap_ENSP00000231487                                                           
MPSIKLQSSDGEIFEVDVEIAKQSVTIKTMLEDLGMDDEGDDDPVPLPNVNAAILKKVIQWCTHHKDDPPPPEDDENKEK
RTDDIPVWDQEFLKVDQGTLFELILAANYLDIKGLLDVTCKTVANMIKGKTPEEIRKTFNIKNDFTEEEEAQVRKENQWC
EEK                                                                             
>Hsap_ENSP00000284811                                                           
MDGEEKTYGGCEGPDAMYVKLISSDGHEFIVKREHALTSGTIKAMLSGPGQFAENETNEVNFREIPSHVLSKVCMYFTYK
VRYTNSSTEIPEFPIAPEIALELLMAANFLDC                                                
>Cint_ENSCINP00000003407                                                        
ITETKHKMPTIKLQSHDGETFAVDVEIAKQSITIKTMLEDLGVDEDDEEGVPLPNVNAAILKKVIQWCTQHKDDPPPPED
DENKEKRTDDIPVWDQEFLKVDQGTLFELILAANYLDIKGLLDVTCKTVANMIKGKTPDEIRKTFNIKNDFTEDEEAQVK
KENQWCEE                                                                        
>Cint_ENSCINP00000004412                                                        
MAEDKQEEDYGGCEGADSMYVRLVSSDGHKFIVKRDYALTSGTIKSMLSGPGQFAENETNEVTFREIPSHVLAKVCQYFI
YKVRYTNSSTEIPEFCITPEIALELLMAANFLDLKTDLFYFHF                                     
>Skow_XP_002737213                                                              
MADTKDKEGDEDKQYGGCEGPDAMYVKLVSSDGQEFIVKRDHALTSGTIKAMLSGPGQFAENETNEVNFREIPSHVLCKV
CMYFTYKVRYTNSSTEIPEFPIAPEIALELLMAANFLDC                                         
>Skow_NP_001161649                                                              
MPNIKLQSSDGEIFEVDVEIAKQSVTIKTMLEDLGMDEDDDDAIPLPNVNAAILKKVIQWCTHHKDDPPPPEDEENREKR
TDDLSPYDIEFLKVDQGTLFELILAANYLDIKGLLDATCKTVANMIKGKTPEEIRKTFNIKNDFTPAEEEQVRKENSWCE
EK                                                                              
>Dmel_FBpp0070118                                                               
MPSIKLQSSDEEIFDTDIQIAKCSGTIKTMLEDCGMEDDENAIVPLPNVNSTILRKVLTWAHYHKDDPQPTEDDESKEKR
TDDIISWDADFLKVDQGTLFELILAANYLDIKGLLELTCKTVANMIKGKTPEEIRKTFNIKKDFSPAEEEQVRKENEWCE
EK                                                                              
>Dmel_FBpp0071931                                                               
MPVIKLQSSDGEIFETDIETAKCSSTIKTLLEDCPVEAENDTLIPLPNVNSTILKKVLIWAKHHREDIAEENEEEAAKSV
AVQITPWDAEFLSMDQGTLFELILAANYLDIPNLLNAACMTVANMIKGRTTEEIRQTFHITNDFSPSEEDLMTMESEVPQ
EDEAIEYGEII                                                                     
>Dmel_FBpp0074565                                                               
MDAPTIKLESSDGVIFSTEVKAAKLSETIKTMLEVSAVENDENAVVPLPKVNAFILNKILTWAYHHKDDDDQAAEGEELT
PQSPHDISPWDANFINVDQPILFEITVAANYLEIKGLEDLCCKTLANMIRGKTPEEIRQTFNIEDDLPIDTAELGEDL  
>Dmel_FBpp0074566                                                               
MDAPTIKLESSDGMIFSTEVRAAKLSETIKTMLEVSAVENDENAIVPLPKVNAFILSKILTWIYHHKDDDAHGAEGVELS
PQSPHDISAWDANFINVDQPTLFEIILAANYLEIKGLVDLCCKTVANMIRGKTPEEIRHTFNIPDEIPSRTAQLGEDL  
>Dmel_FBpp0074575                                                               
MVTPTIKLESSEGVIFPTEVRVAMVSETIKTMLDHFAVQNDENAIVPLHSVSTFTLGKILAWANHHKDDDDQSTEGEELK
PRRPYAISPWDAIFLMVNSTTLLEIILAAKQLQIKGLLELTYNVVANMIRGKTPEEIRFIFNIPEDVSPSVDGELRWKDL
FLWPMDF                                                                         
>Dmel_FBpp0085724                                                               
MIAMDEQRGDKIYGGCEGPDAMYVKLISSDGHEFVVKREHALTSGTIRAMLSGPGQFAENEANEVHFREIPSHVLQKVCM
YFTYKVRYTNSSTEIPEFPIAPEIALELLMAANFLDC                                           
>Dmel_FBpp0087127                                                               
MPIIRLESADKEIFDTDQEIAKCSETIRIAIEDLGDESDNSVLPLPNVNSLILKKVLHWATYHKDDPVVTEEVENKEKRT
DDISSWDADFLKVDQGTLFELILAANYLNIQGLLDVTCKTVANMIKGKSPQAIRDTFAIQNDFLPQEEEQVRKENEWCED
K                                                                               
>Cele_C06A8_4                                                                   
MPKKNNTKRAPPSVPKPSGPPPRLLQLTSSDGHLLQGDIRALLLSSTLAATIRELGYDKEYCAELKPVPVNNVVGFTLKL
LIEWCDKHKEDDPAIALAEKDKKNICIPSWDRHFLSRLPMSNLFDLITAAYHLDVTGLINYGCKTVANSAKGKNAEEMRE
LFGIPEPWEQPSTSTATWDD                                                            
>Cele_C42D4_6                                                                   
MVKSPKSSKKAAARAAKARETAETNAFLDSIFILISSDGEKFQTDGHCIRHSKVLMQASKSLETPDTPIQVEKVQGDTLN
RVLEWCNNHRDDGKYVSQCGPSLRLPQWDFRWLKDLDNQELVDLINASNDLQMQQLMDYACKTVANMAKGKNPAQLRELF
GILTDEEEAELALNEPGPSTA                                                           
>Cele_C52D10_6_1                                                                
MSAPIVDAPAAEIVYKIISSDGVVSKMSEKAVQQSKTLSNLIENLGYTIENIETRDPIPVTNVNGKTMAKVAEWCEKHKA



DAIPEDNMNVLKTLTIPEWDQKFLKIEDEALFDLILASNFLDIKGLMYFGCKTVSNMAKGKTTAELREIFGINTDEQDAA
EETAQRAAAEVA                                                                    
>Cele_C52D10_7                                                                  
MIAEAAAVEVQANEAPVVAPIMYKVESNDGKVFEISDEAVKQSNILSNLISTCAPEDVASMDPIPITNVIGNILKMVIEW
CEKHKGEALPVEDDSVPKHVNVPEWDTNFLKIDNDVLFDLIVACNYLDVPGLMNYGCKIVAMMAIGKSPDELRIIFAIPT
DEEDEAAERAAKEKAEAEKKAITDKDAAEPSTSK                                              
>Cele_C52D10_8                                                                  
MSAPVADAPAAEIVYKIISSDGVVSKMSEKAVQQSKTLSNLIENLGYTIENIETRDPIPVTNVNGKTMAKVAELCEKHKA
DAIPEDNMNVLKTLTIPEWDQKFLKIEDEALFDLILASNFLDIKGLMYYGCKTVSNMAKGKTTAELREIFGINTDEQDAA
EETAQKAAAEVA                                                                    
>Cele_C52D10_9                                                                  
MIAEAAAVEVQANEAPVVAPIMYKVESNDGKVFEISDEAVKQSNILSNLISTCAPEDVASMDPIPITNVTGNILKMVIEW
CEKHKGEALPVEDDSVPKNINVPEWDTNFLKIDNEVLFDLIVACNYLDVPGLMNYGCKMVANMAIGKSPDELRIIFAIPT
DEEDEAAERAAKEKAEAEKKAIADKDAAEPSTSK                                              
>Cele_F44G3_6_1                                                                 
MSDADSQKQIKLTSSDDKTFTVSRKVISQSKTITDIIQNLGIEESGSTSEDTIPLQKVTSTILEKIITWCEHHADDEPKK
VDENKKTVDISEWDAEFMKVDQGTLFEIILAANYLDIRGLLDVTTQNVANMMKGKTPSQIRTLFNIENDFSEEEREAMKK
ENAWCED                                                                         
>Cele_F46A9_4                                                                   
MADQKEASEAAKNREIKISSSDDEIFLVPRNVIRLSNTLNTLLVDLGLDDDEGTNAEPIPVQNVTASILKKVINWCTKHQ
SDPIPTEDSEKKTDGSIQDWDKKFLDIDQGTLFELILAANYLDIKGLLDVACQSVANMIKGKSPDEIRRAFNIKDDFTAE
EREQIRKENAWCDD                                                                  
>Cele_F46A9_5_1                                                                 
MADQKKVSEAAKEREIKISSSDNEIFLVPRNVIRLSNTINTLLMDLGLDDEEGTNAEPIPVQNVTASILKKVISWCNHHH
SDPISTEDSDNREKRTDDIGSWDVEFLKVDQGTLFELILAANYLDIKGLLDVTCKTVANMIKGKSPEEIRRTFNIKNDFT
PEEEEQIRKENAWCED                                                                
>Cele_F47H4_10                                                                  
MSSEEQDVKIVTSDDVEFIVSPKIANQSKLLADFVVLNQREPIPLKNVTSEIFKKVIEWCEYHAEDIPKPPDNVEEKRTD
DIGEWDVEFLKVDKGTLFELVLAATYLDIKGLFNVTCKSIANSIKGKSPEEIRAVFNLGNETNME               
>Cele_F54D10_1                                                                  
MSAEAVAAAPIAEEATPVVYYSIESNDRVVLKISEQAIKQSATLSNSITNLGYSAENAESMVPIPIEKVNGKTLKLVVEW
CEHHKADPVPEAYPSGNTVLPVWDRKFVDIEHDALTDLVNASNFLEVMTLLTYCCKFIAGLAKGMSPEEMRVFFCIPTDE
EDEKAERFGKEKTEASATSADTTA                                                        
>Cele_F54F7_10                                                                  
MSENISCERETSEKFTKLKLVEEENEDDDETPKGSPVTVMVKHREYVKLVSNDNHEYYIQRDLAETSRIIRDMLHCPGRS
TSNCTVYLHMVNSRTLQKVCHYLAYQKQYLRRNGEIESFNIEPAGAMDLLLVAGFLEL                      
>Cele_F56B3_12                                                                  
MPKNKKNNKKRAPASAPKPAPPSAPPRLLQLASSNGEVLQADIRALQLSSTISTTIKELGYDKEDCAEIKPIPVDEHEYT
LDLLIKWCDQHKGDDPEIAKAEKGKKKVVIPSWDQHFFSVLPMGNLLAVIKAAYDLDITGLVNYGTQTVASRINGKSAEE
MREIFQLPEPCQQPSTSTDTWAD                                                         
>Cele_K08H2_1                                                                   
MVIGQIKPVFKIQSCDGQVFAVEDWFIQKSKCFSVVLAQMNNLVQPHPLKTSICSFVLVKIIEWCYHHRNEDQDHAQRIL
TAWDVQFIRTNSAILLHLAEAAFRLEIVGLLDVACRAVSIMLGRTLNEVKLMLRVGGVESPSDEEDSLEDVLELEVDVDE
NEEDDVEIEIPAISAA                                                                
>Cele_R12H7_3                                                                   
MQVEEPVILYKLRSTDGQRFLADRRTIGMIGRIEDLFRNAGLDLIPADQLQPIQLEIPATVMRKVIEWCDHHKHDPPYDE
SEPETNDIPDWDASFLMVRHNMLFDIIRAARDFTVPGLFAMCCRVVGQNPREIIDGLVNDEEEEQPVYPVKKCKNHTNFV
NNATLFFKFESKILFSIPYKKT                                                          
>Cele_R12H7_5                                                                   
MTTPRSAPLYKLKSEDGQIFNVERGPMKFCAFINQKFIDHGVNDRNCERADPILVPFHSSIVQAVIEWLYHYQDNPLARR
DSKIRYHDFSEWDKQFFNVESGVLFALLNASHALGVEDLMNMGCAAAAELIRGKSTEEIRKIYGIRSDEEQMEEALANGG
EGTSAMTFTTDSD                                                                   
>Cele_W03H1_2                                                                   
MWWELRKHVYKAFVQIFYQNYNMDKNGSAAGGFQAASNKDDGLEEPDSQKTGAKPQPVPISGLEGPRSKYVKLVSNDDHE
FIIKREVAMTSKSLRELFANPTVDLAAANNTVYFSDFQSHILQKVCHYLAYKTKYRHSRVAPPFDIPPDIAMDLLAAANE
LEC                                                                             
>Cele_Y105C5B_13                                                                
MSAEVAAVEIQEAPVAAPIMYKVESNDGTVFEISDEAVKQSNTLSNLISTCAPEDVASMDPIPITNVTGNILKMVIEWCE
KHKGEALPVDDDSVPKHITVPEWDTNFLKIDNEVLFDLIVACNYLDVPGLMNYGCKMVAMMAIGKSPDELRIIFAIPTDE
EDEAAERAAKEKAEAEKKANAEKDAAEPSTSK                                                
>Cele_Y37H2C_2                                                                  
MDAIPLTKVDAKIFEKIIEYCEHQGTPRPLLNGEIGEWDSEFLKLDQNTLFDLVLAANYLNIENLFDVTTQFIANMMKNN



TPSQIRARFGVSNKHSSAEDRSDNWS                                                      
>Cele_Y47D7A_1                                                                  
MSAEAAAVEVQANEAPIVAPIMYKVESSDGQVYEISDEAVKQSNTLSNLISTCVANDVASMDPIPITNVTGNIMKMVIEW
CEKHKGETLPVEDDSVPKNITVPEWDTNFLKIDNDVLFDLIVASNFLDVPGLMSYACKMVANMAIGKSPDEMRVLFAIPT
DEEDEAAEKAAKEKAEAEKKAITEKDAAEPSTSK                                              
>Cele_Y47D7A_8                                                                  
MTIEQTVFAKRRERCKCNPSDARIDILITMSAPVSDAPAAQIFYKIISNDGVVTKMSEKAVQQSKTLSNLIENLGYTIEN
IETRDPIPVTNVNGKTMEKVAEWCEKHNADAIPEDNMNVLKTLTIPEWDQKFLKIEDEALFDLILASNFLDIKGLMYYGC
KTVSNMAKGKTTAELREIFGINTDEQDAAEGGAVEVA                                           
>Cele_Y60A3A_18                                                                 
MSDADSQKQIKLISSDDKTFTVSRKVISQSKTISGFTSEDTIPLPKVTSAILEKIITWCEHHADDEPKKVEKIEKGNKKT
VEISEWDAEFMKVDQGTLFEIILAANYLDIRGLLEVTTQNVANMMKGKTPSQVRTLFKIDNFSEEELEAMKKGNAWCED 
>Cele_Y82E9BR_15                                                                
MADQNNAIQCDQDAAQPKQYGGIEGPTSQYVKLVSSDDHEFIIKRELALTSGTIRAMLSGPGVYAENESNVVYFREIPSH
VLQKVCQYFAYKVRYTHAATEIPEFPIPPDVALELLMAANFLDC                                    
>Ctel_188450                                                                    
MDRRIFLRHILECNRLLTNIHATCEPEELVLILLINKYLLYNVTMSGSEISPPVCCFCGGCEGPASPNVKLISSDGLEFT
VKRAHAIASNTIEATLSKAGRFNNEVALKIASWELETLIKNNFLAAIDYI*                             
>Ctel_162548                                                                    
MSDMKEDKGGEEEPRYGGCEGPDAMYVKLISSDGHEFIVKREHALTSGTIKAMLSGPGQFSENETNEIIFREIPSHVLQK
VCMYFTYKVRYTNSSTEIPEFPIAPEIALELLMAANFLDC*                                       
>Ctel_176677                                                                    
MPNIKLQSSDGEIFEVDVEIAKQSVTIKTMLEGESCPCPLLLLYLGMDEDEEEVVPLPNVNAAILKKVIQWCTYHKDDPP
PSEDDENKEKRTDDISSWDTEFLKVDQGTLFELILAANYLDIKGLLDVTCKTVANMIKGKTPEEIRKTFNIKCDFTPTEE
EQVRKENEWCEEK*                                                                  
>Lgig_187854                                                                    
MPCIKLQSSDGEIFEVDVEIAKQSVTIKTMLEDLGMDEDEEEPVPLPNVNAAILKKVIQWCTYHKDDPPPPEDDENKEKR
TDDICSWDAEFLKVDQGTLFELILAANYLDIKGLLDVTCKTVANMIKGKSPEEIRKTFNIKNDFTPAEEEQVRKENEWCE
EK*                                                                             
>Lgig_232327                                                                    
MSDSKDEKGLDEKIYGGCEGPDAMYVKLISSDGHEFIVKRDHALTSGTIKAMLSGPGQFSENETNEINFREIPSHVLEKV
CMYFTYKVRYTNSSTEIPEFPILPEIALELLMAANFLDC*                                        
>Nvec_XP_001634923                                                              
MPNIKLQSSDGEIFEVDVEIAKQSVTIKTMLEDLGMDEDDDDAVPLPNVNAAILKKVIQWATRHKDDPPPPDDDENKEKR
TDDIEPWDQEFLKVDQGTLFELILAANYLDIKGLLDVTCKTVANMIKGKTPEEIRKTFNIKNDFTPEEEEQVRKENEWCE
EK                                                                              
>Adig_4969v104144                                                               
MPDIKLQSSDGEIYDVDVEVAKASVTIKTMLEDLGMDEDDDEPVPLPNVNAAILKKRSEQMILIHGTKNSLKLIRAHFLN
SFCEQGGALKFAEWGSDNQRGRRYP*                                                      
>Adig_10926v107716                                                              
MPIIKLKSEDEEILDVDEEVAKTMLQGLEKKNFDEPLPINAAILKKVIQWTKMHKDDPPPPDDDENKEKQTDDIDPQYKE
FLEVDQKTLFELTLAANYLDLKELLAVTCKTVAIMIEGKTPEEIRKTFNIKNDFTPEEEEQARRENEWSEEK*       
>Adig_10928v107715                                                              
MPMIKLKSADGEILDVDEEVAKTMLEGLGIADFDDEPLPLPNVNGAILKKVIQWAEKHKDDSPPPDERTDDIDPWDQEFL
KVDQGTLFELILAANYLNLKGLLDVTCKTVASMIKGKTPEQIRQTFNLENTSTPEEEEQV*                   
>Adig_22128v117378                                                              
MTDSDDKKVLDEPQTEPVYGSCEGPTAMYVKLISSDDHEFIINRDYALTSGTIKAMLSGPGQFSENETNEVNFREIPLVI
NYFFFYHLNHCVVEL*                                                                
>Hmag_XP_002167183                                                              
MSGSCEGPESMYVKLISSDGYEFIIKREHALTSGTIKAMLSGPALFEENDTNEVQFREIPSHILEKICTYFAYKVRYTNS
STEIPEFPIQPDIALELLMAANFLDC                                                      
>Hmag_XP_002160899                                                              
MPTIRLQSSDSEVFEVDVEIAKASMTIKTMLEDLGMDDDDDEPIPLPNVNAAILRKVINWATHHKDDPPPPEDDENREKR
TDDIDPWDQEFLKVDQGTLFELILAANYLDIKGLLDVTCKTVANMIKGKTPEEIRKTFNIKNDFTPEEEEQVRKENEWCE
EK                                                                              
>Tadh_XP_002118619                                                              
MDNKGNDSKDIIILRSSDGFEHKVDIKVAKMSATIKTMLEGKLNEAVPLQNVNNAILELVVKWAEHHKDDPPPPDDDDIR
EKRTDDIDPWDQEFLKVDQGTLFEIILAANYLDIKGLLDSACKTVANMIKGKTPEEIRRTFNIKNDFTPEEEAQVRKENE
WCEEK                                                                           
>Tadh_XP_002114107                                                              
MAEIDKRSESSLQIGGCEGPEAMYVKLIANDGHEFIIKREFALTSGTIKAMLSGPGQFSENETNEIRFRDIPSHVLSKVC
TYFTYKVKYTNSGNEIPEFVIQPEIALELLMAANFLDC                                          



>Tadh_XP_002112134                                                              
MDNKGNDSKDIIILRSSDGFEHKVDIKVAKMSATIKTMLEDLGVGEVNEAVPLQNVNNAILELVVKWAEHHKDDPPPPDD
DDIREKRTDDIDPWDQEFLKVDQGTLFEIILAANYLDIKGLLDSACKTVANMIKGKTPEEIRRTFNIKNDFTPEEEAQVR
KENEWCEEK                                                                       
>Mlei_ML062220a                                                                 
MPNIKLQSSDGDIFDVDINIAKQSGTISTMLDDLGMDEEDDDPVPLANVSAMILKKVITWCKHHKDDPPKPEDEENMEKR
TDDIDSWDQDFLKVDQGTLFELILAANYLDIKGLLDVTCKTVANMIKGKKAEEIRKTFNIKNDFTPEEEEQIRKENEWCE
DP                                                                              
>Mlei_ML11615a                                                                  
MAEGEDQGNSIAADFVKLVSNDEHEFILKRSHALTSGTIKAMLSYPTNFKNKEMSKVQFREIPSHVLCKVCMYFAYKNRY
TNSTSEIPEFPIEPEIALELLMAANFLDC                                                   
>Mlei_ML13255a                                                                  
MTTNLRSSDGEMFSVPNNLLQKSETLASMLNVCSDDTDDTDDTVTLDRINSKYLRIIIPWLQSGSVQSDNLELNDLYYLL
VHSNYLNIPDLLNQLCELLIDKIAKRNNLHKIDSDLITEPRCFNSNCKTSTRGALKVCAKCSIARYCCKDCQSSDWAHHK
TMCKRISTFTKTMNKEAAHLSVELWGEPGNTFEEEAGHFWGIHETRAYCRARHCLAETILELADGKQQSFIYEKGLAHHM
ELLRLIHGDNMGIRYEWWSTIDPHGRYDWGDPPESREGDWLYLRDQDLLENPLKFIDRMELQVLAAFLWIRLRIVSRYSL
MEAIENEIKSATCKSEELRFLPHILPTVKKMLLGRYRSKSSLKAQEEILRQILEAIEMCNKTFLPAMINPGPLLSCPAPS
VYSDGSSSEAYLAVKQSLGMLSSVSVAKDIITKFCGGNTYYKVDMESVGRFAVRTNP                       
>Ocar_g181_t1                                                                   
MLVSCWYTGSGSFGTMATGCSKRCYLRNNYIKKEREKRGPLTFRTTHARILSSLQSSNSRIVDMAEGDGAGAAAKGPPYG
GCEGPEAMYVKLISSDGHEFIIKREHALTSGTIKAMLSGPGQFSENETNEVNFREIPSHVLMKVCEYFTYKVRYTNSSTE
IPEFPIAPEIALELLMAANFLDC                                                         
>Ocar_g4631_t1                                                                  
MPMIKLQSSDGEIFDVEIEVAKVSNTIKTMLEDLGMDEDDDEAVPLPNVNAAILKKVIAWARQHKDDPPPPEDDENREKR
TDDIDPWDQDFLKVDQGTLFELILASNYLDIKGLLDVTCKTVANMIKGKTPEEIRKTFNIKNDFTPEEEDQIRKENEWCE
DK                                                                              
>Aque_XP_003387540                                                              
MADVDGSGMKKEDGGEVNPGMEGPNAMYVKLIASDGHEFIIKRDHALTSGTVKALLSGPGQFEESESNEVNFREIPSHIL
AKVCQYFTYKVRYTNSSTEIPEFPIAREIALELLMAANFLDC                                      
>Aque_XP_003383138                                                              
MPSIKLQSSDGEIFEVEVDIAKASNTIKTMIEDLGLDEDDDEPVPLPNVNGPIMKKVIEWATHHKDDPPPPEDEENREKR
TDDIEPWDQEFLKVDQGTLFELILAANYLDIKGLLDVTCKTVANMIKGKTPEEIRKTFNIKNDFTPEEEEQIRKENEWCE
EKV                                                                             
>Mbre_XP_001746238                                                              
MDTKPDQASASDTAKAQFVNLVSSDEHEFFVARDKAIVPDTIKNMLAGPGEFSEKEHNEVAFREIPSHVLERVCIYLYYK
KRYENHNKEVPDFHIDPSIVLDLLMAANFLST                                                
>Mbre_XP_001744141                                                              
MTTSEKFVKLRSSDDKEFEVPVKIVGMSVTIKNMLEDLGLGDSDESPIPLPNVSGSILEKVIEYCTEHQHDDPQPDDDLA
HVDNDEPEGFDAEFVRDMDQGTLFHLILAANFLDIKSLLDLTCKHVASMIKNKGPQEIRDQFNIRNDFTPEEEERVQKEN
DWTNSGSNP                                                                       
>Sros_PTSG_05884                                                                
MSSPDAATQAQFVSLISSDGEEFIISRDCAMLSGTIKSMLEGPGRFVENERNEIALREIRGPILERVCIYLYYKKRYDKS
KSDLPDFDIKPETVLELLMAANFLDA*                                                     
>Sros_PTSG_11007                                                                
MMRRATIASSSSASSSASSARQARSVRGTQGAGDTGDGGSSVGGGNDSAGGMRSRRLFSIGAGIRARLSTISTPASARTR
TQQQGNAATQQQQQQRGRHLTFQTKDDRRVRVPIRHAMMMPTIARMLTDLGADDPDIETEEDEEPIPLPATSSAAFDKVL
AWCRLHESDEPVNATSRDDMPTIEADYLKALAPLQDGDKALFDKLSAPFLLELMTTASFLDMDAMFQTVTKVLSRRVAGK
RPRQVPGALGIADSFTMEDKIACVRRFPFLLDGCEDIPELCQIKAMLEQEAMQAP*                        
>Cowc_CAOG_05287                                                                
MVDTDEEYVKIISADNFVFIVSKRCATVSNTIKSMLSGNFVEKKNNEVHCREIPSGILEKVCKYFYYKVRHTNSTSETPE
FDIEPEIAIELLMAANFLDV*                                                           
>Cowc_CAOG_06178                                                                
MSEIKLQSSDGRDFSVDAKAAKMSETIKNMLEDLGGDDDMAIPLPNVTGAILEKVIQYCLHHKDDVAKPEEDETKAKKQE
DIDSWDADFCRVDQGTLFEMILAANYLDIKPMLDLTCKTVANMIRGKTPDEIRKLFNIKSDFSPEEEEQVKKENDWCEEK
*                                                                               
>Cowc_CAOG_06179                                                                
MSQIKLQSSDGREFTVDAKAAKMSETIKNMLEDLGGDGENAIPVPNVTGAILEKVISYCLHHKDDVPKVVEEDPSKPKKE
EIDAWDAEFCKVDYVTLFNIILAANYLDIKPLLDVTCKTVANVIRGKTPDEIRKTLGVKSEAPASAASSSSSSAAEPATA
*                                                                               
>Mvib_comp11141_c0_seq1_fr5                                                     
LLLLLLFFLSLLPCAMAEEEFQVKTKCNDGEVVVLAESVAVMNGTLKSLLEDLGRQDTPIPLANVSSSVMKKIVEFCEHH
KGDEVPVRENASESTVNASAPLSKWDREFCTVQRDVLFEMILAANYLDNKPLLDATCKMVAELARDKTPEELRNFFDLPD



DFTDEQRVQIAEEKKFVEGK*TIRSSLCLIKKKKKA*KRP*KIKKKN*KK                              
>Mvib_comp11141_c0_seq2_fr5                                                     
LLLLLLFFLSLLPCAMAEEEFQVKTKCNDGEVVVLAESVAVMNDLGRQDTPIPLANVSSSVMKKIVEFCEHHKGDEVPVR
ENASESTVNASAPLSKWDREFCTVQRDVLFEMILAANYLDNKPLLDATCKMVAELARDKTPEELRNFFDLPDDFTDEQRV
QIAEEKKFVEGK*TIRSSLCLIKKKKKA*KRP*KIKKKN*KK                                      
>Mvib_comp12283_c0_seq1_fr5                                                     
LLRPYNGVLLCI*G*LCACKDSGGR*KPYLATATKTNQAILSPRPQHASMYSPYPSP*CHCIVLCSVW*CLACSLHLKAF
LLASSFVFP*FFLL*NLTLLCQSIRFFAHWLTSLPGLPVCYMALAE*TALALKGVAPFYYSQSFA*VFRFFFFEGPRENN
WNKIHIIMGNPNTAYDKCTPYTDLITFGTGDDLVSKLDKIIRRTDVAPHFRCLSGETIWSHFQNSLDLQGKPCPKYFADN
ITCSLEKEGVTANTKYVKYLFIGVQIAYVQEAMAKQAQAASKQSQDLSVKNESTPIPLLNIPEPILKKVIDYCERHKDDA
EPVEGTDTPDISPDD                                                                 
>Mvib_comp16406_c0_seq1_fr5                                                     
LWLYLPFGFIDASRGVC*MSAEDEDRDQYVRLRSSDGHEFVVQRYYAMVSGTIKSMLSGPGQFQEAESNVVEFKEISSHV
LEKVCKYFYFKMRHKNSNQENNEIPEFPIEAEVALELLMAANFLDV*NTTTDD*SNKK                      
>Mvib_comp189664_c0_seq1_fr5                                                    
EHVLDEHRPHPAPLHPSSTMVKLLSSDNEKITVAQDVAVRSMLIKNMLEDIGDAEDAEIPLPNVTARVLKKVIEYCEHHK
NN                                                                              
>Mvib_comp12283_c0_seq2_fr6                                                     
PSLFDLCANRSFRLSPPFRI*SYMSEAKVKLKSNDGLEIVVDMNIAKMGNTVKCLIEDLNVQNESTPIPLPNVSGPILKK
VIEYCERHKDDAEPVEGTDTPDISPDDANFCQVDQGTLFDMILAANYMDIKGLLDLTCRTVANMIKGKTAPEIRQTFNIV
DDFSPEEAAQVKKENEWCEEK**CFVFFTPSVQTKRFFFRKKKKKK                                  
>Sarc_SARC_08459                                                                
MPIFGRNHVRFQSSDGILFNVSEEVVEMCPTAKHLLLKKRTWFRNALGGSVFSIEGIPAHVFSVR*              
>Sarc_SARC_10317                                                                
MTEENTDTQMVKLCSSDDREFEVEAKVAKMSVTIRNMLEDLGLDNDEVPNIPLPNVNSQILEMVINYCKHHKDDVVLATD
DETTRERALEDIDPWDQKFVGADQGTLFELILAANYLDIKSLLDLTCKTVANMIKGKDAEEIRKTFNIQNDFTKEEEEQV
RKENEWCEEK*                                                                     
>Sarc_SARC_14813                                                                
MFGIHTPNGHSFESHAYWYMTTCHELAHAFSSAHDQTHGSYLSYFAEAYMSAFAKSTNHLLARSSPLLKLQHKAVGLKQC
SVTMVNNSQDIAIDSTMDDDEEKQYVKLVSSDEHTFHISRRCAMVSGTIKSMLSGP                        
>Cfra_g1603                                                                     
MDEDDEKQYVTLVSSDEHVFHISRKCAMVSGTIKSMLSGPGQFSENETNSINFREISSHVLEQVCKYFHYKIKYTAATVE
IPDFPIEPAAALDLLMAANFLDT                                                         
>Cfra_g4967                                                                     
MAEENNDNSLVKLCSSDDREFEVTSKVAKMSVTIKNMLEDLGLESEDVPTIPLPNVSSVILEMVIKYCTHHQDDVVPTQE
DEATRERALEDIDPWDQKFVGGDQGTLFELILAANYLDIKSLLDLTCKTVANMIKGKDAEEIRKTFNIKNDFTKEEEEQV
RKENEWCEEK                                                                      
>Contig7779_Abeoforma_whisleri_fr2                                              
DGTVIHVSLKVACMSVTLRNMIDDLNLEEAEITEDVPLTTVSGETLKKVIEFCKYHVDDEDDENEKEEGPPNTTVSAWDA
NLLGTEHEELFAIILAANFLDIVSLLNAG                                                   
>Contig53803_Abeoforma_whisleri_fr4                                             
VKSMLSGDGNFRETETNQITFRQISSTILEKVCCYFYYKIRFSQTSKEIPEFPIEPEIALDLLMA               
>Contig12558_Abeoforma_whisleri_fr5                                             
IIINSFIYH*LTNMTDVLEQKKVFFQLGEELKDELETNMRITNELVTLKDMLENLGYDETTEKKIEIPFKQYEKDDMETI
VKYVDHHLKHPDEKIGANSLTEFDTELLGNDPAKVLQIMLMANFLDCQPLLDAACQTVANIIKSKTKEEIEEMFKNSEIL
KEEEEACAKERAELEAPN*SDDMKL*DKKKTTPTLHAYTHLQMDITFPSNTKTYICTREKVSTTRGTIQH*LNTFLSFFL
PSFLSFLSFFIFYFTF                                                                
>Contig27657_Abeoforma_whisleri_fr5                                             
LYLIHC*LFNYPTLPSYFLSTIASMTADQKCTFKSQDNKEFTVSLKVANMSITIKNMLENLGFDEDSENIPEIPLNTIQG
ETLAKVLEYCEHHQNDDVPLEKDQATEEISEFDSKLIGNEHEEIFALMLAANFLDIQPLLDSACKTVANMIKNKSVEEIR
TLFNIENDFTPEEEAKVRKEYAWLQDN*NFTFFQSFTIHEKKVYTTNSCENEKNPKNAGLFMK*RRKMFFNFIMILDSTI
GHRNTYYIYEFFCFGFLKSFESFLFYH                                                     
>Contig29690_Abeoforma_whisleri_fr5                                             
NPVPLKNVNSAIFRKVIDYMNYHKDDDVDEDKKKA                                             
>Contig34700_Abeoforma_whisleri_fr5                                             
DSL*KKTKKMDDIMIKLESSDKIAFSISVKAAKMSNYIATLLRDLDENTLRQITIPLSEIKCGILQKVIQYCEYHKDEVE
AAENMSTRLDDIDPWDEVFVSGDQGTLYELIMASNYLHIKPLLNLTCKTVANMINGKDVEEIRQTFNIANDFTAEEEAIC
KMENEWCQDS*AKNY*KKGEKKGKKSCSLAKVCPFLYVIIF*FLKLSIDIN*KTRN                        
>Contig12536_Abeoforma_whisleri_fr6                                             
IYHSSNINKVKKEITTMFEEQEEYVRLSSPDGHEFIISKKCAMVSGTIKSLLSGPKNFSETKSNAITFREISSHILEKVC
CYVYYKVRYSEPKTTKEIPEFGIEPEVALDLLMAANFLEV*KK*YQPRVKRIN                           
>Contig13510_Pirum_gemmata_fr1                                                  



R****L*IISLGINYYYYIV*IMFEEKPEYVRMISADGFEFIVSKKCAMVSGTVKSMLSGDGNFRETETNQITFRQISST
ILEKVCCYFYYKIRFSQTSKEIPEFPIEPEIALDLLMASNFLDS*                                   
>Contig72744_Pirum_gemmata_fr1                                                  
IINIIKMTDSYVTLESSDKVSFVISHKAAKMSAALVKIMEGLDSDDPNPVIPIAGVKSGILQKVVQYCEHHKDDDGFAGE
MDSTNTRLDDIDPWDEVFVSGDQGTLFELILAAHGLYIKPLLDLTCKTVANMINGKEVDEIRRHFNIENDFTEEEEEEVR
RENEWCQDS*LSI*IITNNNNINNNNNNN                                                   
>Contig30498_Pirum_gemmata_fr3                                                  
HTHTHTHHTHTHTTHTHKFTCL*NQTNMSSAVAAERSNREDKTIGLKASDGTVIHVSLKVACMSVTLRNMIDDLNLEEAE
ITEDVPLTTVSGETLKKVIEFCKYHVDDEDDENEKEEGPPNTTVSAWDANLLGTEHEELFAIILAANFLDIVSLLNAGCK
TIAAMIKSKDPDEIRKLFNIENDFTPEEEEEVRREYSWLNDS*TKTK*TYFLLLILIIKNKRLDG*IKENCDNNW*FFVC
PP                                                                              
>Contig57612_Pirum_gemmata_fr4                                                  
HYY*LTFTNLNMLNAEGEKCLVIKTSDDVLIDSVSFKAAKLSKILWDMIISLDVENFDEQQIKDNPVPLKNVNSAIFRKV
IDYMNYHKDDDVDEDKKKALSNLPPTAVLEWDQELLGSDKEEIFAIMCAANFLDISGLLDACCKTIANMVDGKSMEQLKE
FFNVEGDTTPEEEEKVRKECAWLQNE*F*QKNKN*KTKTKTKKPKQTQRQKTLKTKNKTKNNN                 
>Apar_comp21407_c0_seq1_fr5                                                     
GGFRFRSRIVIMVASDTGKTGAGTSVSGKRK*RDFFFYKSENMASAEPAPDRKVTLQSNDGKLIEVDYKVACMSATVKTM
FDDVLLSDESSTLPVPLPNVSGSILEKVIAYCEHHKDDEPVAADEDENKEKQTDDIEPWDQDFVGGDQGTLFELILAANY
LDIKPLLDLTCKTVANMIKGKTPEEIRKTFNIKNDFTPEEEEQIRKENEWCEEK*NI*FIYILDYIC*CFDPTFYTN*YV
CVNYYAMLIDSRMAPSLLVFFVRWPGVVWVQGVCRVVCLQ*LL*KQFIGRGV*FTLVYRSVCLYFDICARVCARARAVCV
M*CVYVRGDVFDKSTGLPCRAKAAQQNRQTSKRKNLL*ICGRCCGITTTAQAGAI                         
>Apar_comp21407_c0_seq2_fr5                                                     
FATFWGHAILSPHTNLTPTKPTRSSETKIFLKS*STFHLQNLNATMAAEGRKVTLQSSDGKLIEVDYKVACMSATVKTMF
DDVLLSDESSNLPVPLPNVSGSILEKVIAYCEHHKDDEPVAADEDENKEKHTDDIEPWDQDFVGGDQGTLFELILAANYL
DIKPLLDLTCKTVANMIKGKTPEEIRKTFNIKNDFTPEEEEQIRKENEWCEEK*THKHTHKPKTYVRRTLKM*DKLLYYQ
CWSFVSFSAQLRILDYLNNRPWLPLEGLPGSECLATHL*LLKELHKNRGQCWHMSF*QLKNELKLELGRKVRCHGLPFTL
HGL*NMIRV*CL*LRCLVW*HGDL*EQPENWVLFSFAAAAIP                                      
>Apar_comp17101_c1_seq1_fr6                                                     
PRVSVCLCFSSFLCKGARSKQCYGIVATLQYQNL*VSLVDLAR*WPA*G*VSNRHSLTTHRHLDPSD*EIQQAAMADDDD
TRQYVKLTSSDGHEFIVSRKCAMVSGTIKSMLSGPGQFSENETNTILFREIQSHILEKVCRYFYYKVRYANSTQDIPEFS
IEPECCVELLLAANFLDA*HTHAHTHTHTH                                                  
>Contig1528_Corallo_2_fr3                                                       
HPLFNGSKY*SKTVRGKRSTTKDTLFKRKIAEVN*NN*QTLNMGQEQTVKLIASDGVEFDVPASVACKSVTIKNMLEDLG
TEDEATPVPLPNVSGTILDKVIQYCKHHKDDVTPADEDDVRNKNDDTDPWDTEFCRVDQGTLFELILAANYLDIKPMLDL
TCKTVAQMIKGKKAEEIRKTFNIKNDFTPEEEEEVKKENQWCEEN*NAYGVCLFLYKNNVETSLPLGGL*GPW*GLFKNH
PFVCESGKDNTHMSDQTPKDH*MESKYLRLSETDWMYMHVRSLPSTTIQLKKFFWMSSIVWWLLFT*CVKESCVCWAWW*
TSSVPVASTAVSMKRSVSGSTTKLSRTSLTRCSPTCFMAIRPARTAVQSIPSAMSIVSSDPFPIAAFRISVLVGF*TKTH
CSSFSFIHMNVRPDISATIR*ISGSLLSPSLTS*LCRTLMVETRLCFATLRITLLEDKSITR*RPCMVILTGLTLKRGIP
WYPVTSHKLLSSPNDPHRV*SLPTL*GSRES*GFLPSW*LTSTNWPFESKIR*SSLDR*AFLNMKRVFSFKNLPAYLIVF
SGSWGFRSGMGGPIATSRT*SGSLCMRSISAIAALFLASAMPAKFVSSLSGDLS                          
>Contig1065_Corallo_2_fr4                                                       
IKIRKKYKALHTAHLAGTRTHIEPAHSQNSKALKNRITNRPNETQANS*RKTMRYQTDPWTDNEESSAPTGTGLKLGIVH
LGRAGGKPKYMLLEAADIPFVKQFCFEVRIEVDPNGEGAAVFAFARRPDTLEEGKPSSTADIPDAASHVDSQGLFHVLLW
QYRIGPIPTGYKVMHCNGITVDNRLTNLQLVDEKEYPSPTASLVDRGTIRPEGTLYAAALRQLPLGMENDPQNNTQTFDL
DPNGDVVEAVAAQPYRVNECQYGLCFNMELLSGEYVSCDRCGRTRYCSARCQHMDWRNHKKECGLLDGSEEAGSSQDAKP
TFR*TGCPTGAM*SAMCHINL*PCCILISCIHTAHHSHPCIIIRIYLSTSNMCLHTK*RLAKQNHGGSQHTTQIARIQR*
*PALCENGKLYEVFY*RARHASKFLPVPTLCDQP*FVCRL*HIKLY*TVSSTFICNMAYTTLRRCTGSYQRMMLCCRAKP
VHTPTERQCLLCRVPCCCLRPRSQVR*QSLLPHPQSRVAVNAELLSRSLHM*GEMEGICPPDRMVAVCC**PRMRTYHRP
AVIATFAQSGVLEALKRAWMTGCT*ICLPSVAK*K*RASHQSHCRAKVTGLASD*HAGRSSTASLPLLLTPGAPEHGHIA
HQ*AYAIAKVLKRPQTILPKTLQIQSAMQFCRSKTGGRRRVGVGLRVATARSRPSSHSVPNVPRH*HYCPTGFPVSDSYC
AEINVYSVAVCCHPKLVTGSILESLSAELFTVCT*ILRNTFHITFGECSVAFSTQKSALKPTEGQQNAPVAPRNLAPRSE
KSAPGPLATTRLLTMRSRGGLKERGGPGR*GRGRQSFVRATRLRRLPLACGRKRVWVYV*QSEVGCL*SYLMIRKFLSIS
*PKLVIQSTLCLRGKQGKLRRIET*HRNMSDSGQDVPKVEYVKLISSDGHEFVVKRECAMVSGTIKSMLSGPGMYSSIRF
LEQCVRTGILTWYWILVFPFLFSLQVNSRRTKAMRLCSGRSHHTFWRKCARTSTTRFVTLTQQRRFQTSLSRMSRQSSCS
WPPTFWMPK*RDS*EQGKDMCMVMFAYGLHHKDILEDLLNDGDNADPGSYAHNVSVGRSFLLLLLIQDNVQSRTVFTVLD
VGKGPTQQRRRKEGHTWAHC*LTSQKVASTIPSQGEDYHSTRQDTHRDRDSVHSKFALWSDPLCPFPIQEPIRPVASGFL
VPLLLPRSPRPQEVFEVSTAQLSSARGKEGECGRFPSASSTTRGRSFLSLREGGAVQVTGYGNSQREVYCASVCEVRT*L
LSATRPWLFLQ*LCSHRLYT*RA*IAGKSWACGG*KVCLRFQVSISSIIVAGGPSRGS*CFVDGGTSV*PSTMTRRSRRV
PGS*MC*R*KSTMSCLVMQERAATSFSWRSKT*SPPWISDHSLTERSCSLRSGCCLSKTRDSFWRLKSSVSMPSSSCMNL
SRNRWIQFSAC*RVNFVACVLSCTL*PTM*FVERWYAVAMYPNCS*VRR*SKQGSSMITSSRSAFARVSMLT*PIWKYQS
MNVLLSSGLRFLRTIRKSFPGAIRRTRCCGSSITSVGS*RKRCSIL*MLMACALRQFPMMNPSQYICDMIFFMFSTKSRN
LISVKVCSISS*VNFTSCRSPSLMDRNNSRGTIGALR*AR*RFSRTRS*IPLMPSKFTAQSRMLLIKICILSLKPWTLKP



KPRWNACSS*FSSARPAA*LSSRRVWSRMLTKISHDSRSLMSLWTDGEKNANEQEARGTLKSASNKYHSTPFGSFTTTFG
SL*AVPGSSFNKDISSGM*MFGVGRCIRFRALSFLGHCPGFASML*RAPK*GSRSELVSSLQTSLAAITIRTLS*VKKFR
ISRMWSSRYSK*RQDPLRMCAGS*VSKSSQITSAVSIASSLSLNWNAKSARVLCSLHSR**GQSGSRSMSMYSKMAPITS
SKFFRPSLDKSTLIENAVHAEFMS*AAQVHPAAKATMRFLPWCLRVEKMDPRPS*PIKPLI*LRGFDLYLEISVGKNQDS
STTTRSLTGW*YVTFDRSASSNGNPSCSKWGLDTGSS*TGKSLKYVRTICSCSSRERVLIVHKVIRCAT*YFR*NSLSSS
RTSMPTSFGFVIRDSKDPQLNLWYG*FIRDS*HMI*VIRFQSRCPLM*NSLSTTSASVSRHSFFNNGDTKKCAKISRAFE
KESSFASNWYTVVSTSVDALVDPPDLAKNVSNAFCSGYFFEPIKIICSSRCASPSTLGGSQKEPTATHKAAALSMVSFSL
DPSTSSSSSPESKEWSSSGSTSTCSSFTFLRSSTKSCADLDFLFESFKFATPPFCSRGKY*IIITRSPFSRTR*RYSLVS
RDDLSKSSVHRGSVNRLASSDMLGAILIDATDTTS*SKPISHA*SH*TGASKRLILVHSDVCVVGSLR            
>Contig1066_Corallo_2_fr4                                                       
IKIRKKYKALHTAHLAGTRTHIEPAHSQNSKALKNRITNRPNETQANS*RKTMRYQTDPWTDNEESSAPTGTGLKLGIVH
LGRAGGKPKYMLLEAADIPFVKQFCFEVRIEVDPNGEGAAVFAFARRPDTLEEGKPSSTADIPDAASHVDSQGLFHVLLW
QYRIGPIPTGYKVMHCNGITVDNRLTNLQLVDEKEYPSPTASLVDRGTIRPEGTLYAAALRQLPLGMENDPQNNTQTFDL
DPNGDVVEAVAAQPYRVNECQYGLCFNMELLSGEYVSCDRCGRTRYCSARCQHMDWRNHKKECGLLDGSEEAGSSQDAKP
TFR*TGCPTGAM*SAMCHINL*PCCILISCIHTAHHSHPCIIIRIYLSTSNMCLHTK*RLAKQNHGGSQHTTQIARIQR*
*PALCENGKLYEVFY*RARHASKFLPVPTLCDQP*FVCRL*HIKLY*TVSSTFICNMAYTTLRRCTGSYQRMMLCCRAKP
VHTPTERQCLLCRVPCCCLRPRSQVR*QSLLPHPQSRVAVNAELLSRSLHM*GEMEGICPPDRMVAVCC**PRMRTYHRP
AVIATFAQSGVLEALKRAWMTGCT*ICLPSVAK*K*RASHQSHCRAKVTGLASD*HAGRSSTASLPLLLTPGAPEHGHIA
HQ*AYAIAKVLKRPQTILPKTLQIQSAMQFCRSKTGGRRRVGVGLRVATARSRPSSHSVPNVPRH*HYCPTGFPVSDSYC
AEINVYSVAVCCHPKLVTGSILESLSAELFTVCT*ILRNTFHITFGECSVAFSTQKSALKPTEGQQNAPVAPRNLAPRSE
KSAPGPLATTRLLTMRSRGGLKERGGPGR*GRGRQSFVRATRLRRLPLACGRKRVWVYV*QSEVGCL*SYLMIRKFLSIS
*PKLVIQSTLCLRGKQGKLRRIET*HRNMSDSGQDVPKVEYVKLISSDGHEFVVKRECAMVSGTIKSMLSGPGQFSENES
NEIMFREITSHILEKVCTYFYYKVRYANSTTEIPDFPIPNEQAIELLMASNFLDA*IKR*LRTR*GYVYGYVCLWTTSQG
HP*RFA**WRQRRPRKLRPQCIRRPQLPSPPAHPGQCAKSDGLHGVGCRQRTHPTTPP*GGTHLGALLTDQSEGSQHHTQ
PGRRLSFYQTRHAS**GQCALEVCSLVGSLVPFSDSGTHTASGQWVSRTSPSAAVSSAPGGF*GQYSAVIFGPRKGRGVR
KVSLCLVNNERPFVPLPPGGGSSAGDGLREFSKRGLLRIRL*GTDVTVISYASMAVPAVVVFSQIVHMTGVDCRKVLGMR
RVEGLLTLPGVHIVDHCGGWAIKGFVVLCGRWHFGVTLDNDTEKSASARIVNVLTIKVDNVLFGDARESRDILLLAIKDI
VSSVDLRPQSHRTVL*LEVRVLLKQDERLFLAIEILRIHALQFLHEFVQESLDTVLRMLTCEFRCLCAQLHTVADNVIRR
AMVCRGHVSQLFLSAQVVETRLFHDNFQQISLCQSVDADLTHLEIPVDERVVVVGIAVLADN*EILSWSNKTYSLLRQFH
YICGIIAQTLQHLVNADGLCLATISDDESLAVHLRHDLLHVFHEIQESHFR*SLQHLFVSELHLLQKPQSDGSQQFTGNH
RRITISTLKIFENKVIDSPHAVEVHCTIQNVANQNMHLVIETLDLEAKAKMERL*LIVQFCQAGCITVIAQSVV*NVNED
LTRQS*PYVIVD*WREERK*ARGTGNIEIGIKQIPQHSLRFVHNDFWFLISGPRLVI*QRYIVWNVNVWCWQMH*IPSTF
ILGALSRFRLHAVASSKVRFKK*VGIIIADIFGRNHNPHLVIG*EI*DLPNVVLSVLEVAPRSTQDVCWFVGEQIFTNNF
GCVDRFLSVTELECQISQGPLLTPQPIMRAIRFPQHVNVLKNGTDHLVQILQTFLGQIDVDRKRGARGIHVVGCTGASRC
*GHNEVLTLVSEGGKDGSTTLMTNQTTDIAERL*FVSRDIRREEPG*LDHYSFFNWLVVCHLRQVSLIERQPKLLKMGS*
HRILLNRQILEICADHLLLLIERKGAHCAQGHQVRHIVLSMKLPKFLQDVNAHFLWLCYQRFQRPPAEFVVRMIYPRFVT
HDLSNPVPISLPTHVKLTVHYISLGF*ALFL*QRGYKEMCKNIQGL*KRVFVCLKLVHSGFYIGRCVS*SSGFGQKRVQR
VLLRILL*AHKNHMLEQMR*SFDIRRITEGTHCYT*SCRAEHGLLLFGSFDFILILTRVQGVVLLGFYLHMLFIYFSQVF
H*VLCRSGLSL*VI*IRNSAFLFPWKVLNHHHSKPIFKDKVAILTGVQGRPIEILRTQRLCEPPR*FGYAWRHSHRCHRH
YFLK*AYFTCLIPLNRSVKTSHIGALRCLRRGFPT                                             
>Spom_NP_596724_1                                                               
MEKEYVRLISGDGFVFILEKEIACLSGTIRAILNEGIFSEAQKNECTFPDIRATLLEKVCEYLHYNYRYKNQLDIPKFDI
PPEMVLELLVTAEYLEA                                                               
>Spom_NP_595455_1                                                               
MSKIKLISSDNEEFVVDQLIAERSMLIKNMLEDVGEINVPIPLPNVSSNVLRKVLEWCEHHKNDLYSGTEEESDIRLKKS
TDIDEWDRKFMAVDQEMLFEIVLASNYLDIKPLLDTGCKTVANMIRGKSPEDIRKTFNIPNDFTPEEEEQIRKENEWAED
R                                                                               
>Tmel_XP_002841608                                                              
MSTTAPKTQDENSVLLVSNDNHTFILRKSSVMISPAIKSMLDKKSNFEEAQFNRVVFKNMNGVVLEKVCEYFYYREKYRD
ATDVPDMEIPPELALELLMVADFLCT                                                      
>Tmel_XP_002838692                                                              
MSEIKLLSSDQATITVEKSVAERSILIKNMLEDVGEVTEAIPIPNVNENVLKKVIEWCEHHKGDPPAQADDDSDSRKKSS
DIDEWDQKFMQVDQEMLFEIILAANYLDIKPLLDVGCKTVANMIKGKSPEEIRKTFNIQNDFTPDEEEQIRRENEWAEDR
>Ncra_3049NCU03406                                                              
MDATNGNGGASKYITLVSKDGFEFVVLREATLCSDYIRGMLRNNMTEARTGRCELQDINGVILEKVVEYFHYWYKYRDRE
DVPDMEIPVENCLELVVAADYLGMDSKPH                                                   
>Ncra_3050NCU03406                                                              
MDATNGNGGASKYITLVSKDGFEFVVLREATLCSDYIRGMLRNNMTEARTGRCELQDINGVILEKVVEYFHYWYKYRDRE
DVPDMEIPVENCLELVVAADYLGMDKQV                                                    
>Ncra_7951NCU08991                                                              
MAENDERALQKVSLQSNDGQIITVDRVVAERSLLIKNLIEDLGDEAVMNEAIPLPNVNEPVLRKVVEWCEHHRKDPPQTT
EDENDSRKKSTEIDEWDQKFMQVDQEMLFEIILAANYMDIKPLLDVGCKTVANMIKGKSPEEIRKTFNITNDFTPEEEEQ



IRRENEWAEDR                                                                     
>Scer_SCRT_00201                                                                
MVTSNVVLVSGEGERFTVDKKIAERSLLLKNYLNDMHDSNLQNNSDSESDSDSETNHKSKDNNNGDDDDEDDDEIVMPVP
NVRSSVLQKVIEWAEHHRDSNFPDEDDDDSRKSAPVDSWDREFLKVDQEMLYEIILAANYLNIKPLLDAGCKVVAEMIRG
RSPEEIRRTFNIVNDFTPEEEAAIRRENEWAEDR*                                             
>Scer_SCRT_02446                                                                
MSQDFVTLVSKDDKEYEISRSAAMISPTLKAMIEGPFRERKGRIELKQFDSHILEKAVEYLNYNLKYSGVSEDDDEIPEF
EIPTEMSLELLLAADYLSI*                                                            
>Cneo_XP_567187                                                                 
MAEKKQTVILTTSDDEQFTVEKIVAERSAMIKSMMEDLGDQEGQPIPLPNVSSSVLTKILEYCDHHKNDPLPTGDANDAD
DSRRKTSEIGDWDARWIQVDQEMLFEIILAANYLDIKPLLDVGCKTVANMIKGKTPEEIRKLFNITNDFTPEEEEQIRKE
NEWAEDR                                                                         
>Cneo_XP_566632                                                                 
MSAGKKAQTQPPEDDYVLLESADGYTFVVSRKIACASGMLKSMLDEDAAFEESKNKTCRIQQRGVILAKVIEYLAYKVQW
SECLAEEVNEDFSDRIDPYIALELLTAADFLDC                                               
>Ccin_CC1G_01011                                                                
MVLLTTSDNEQFNADREVVERSVLIKNMLEDVGESDQAIPLPNVSSAVLKKVLEYCEHHRGEPLPSADAEQNQDETRKRT
TDISEWDQKFISVDQEMLFEIILAANYLDIKSLLDVGCKTVANMIKGKTPEEIRKLFNIVNDFTPEEEAQIKKENEWAED
R*                                                                              
>Ccin_CC1G_14050                                                                
MSTDRIELESREGTTVTISRDAARKIQVLCDVLDLCTIQEGPIPLDIPGEALKKIVLWCEHEGTDPKPHTVQDPFTAWRF
TDRWEQDFAMSMNWDLAMEVYHASHYLCLDGLIDLMAYTMASHLEDLSPKDILARFGVSSDYSSKESEAFNNAVLPFLSR
WREKKREPDDPS*                                                                   
>Umay_XP_760758                                                                 
MVSLTTSDNEQFTVDRDVAERSVLIKQMLEDIGDTEQPIPLVNVSSNVLKKVLEYCSHHRNDPPAPADDAEESRRRTTDI
SDWDAKFIQVDQEMLFEIILAANYLDIKPLLDVGCKTVANMIKGKTTEEIRKLFNIQNDFSPEEEAQIRKENEWAEDR  
>Mver_MVEG_03802                                                                
MPVTLTSLDDVKFTVDKEVAERSILIKNMIEDVGESDSPIPLPNVSSAVLKKVIEYCEHHRNDPVQVQDETDDPRKRSND
IEEWDMKFMTVDQEMLFEIILAANYLDIKPLLDVGCKTVANIIKGKTPEEIRKVFNIVNDFTPEEEAQIKKENEWAEDR*
>Mver_MVEG_08110                                                                
MPITLTSLDDVKFTVDKDVAERSILIKNMIEDVGESDSPIPLPNVSSAVLKKVIEYCEHHRNDPVQVQDETDDPRKRSND
IEEWDMKFMAVDQEMLFEIILAANYLDIKPLLDVGCKTVANIIKGKTPEEIRKTFNIVNDFTPEEEAQIKKENEWAEDR*
>Mver_MVEG_08474                                                                
MAQANESEYVTLESSDGFQFVIHREAAMLSGTVKNMLSSSGQFTETTEGIIHFRDIKAVILEKVCKYWYYKARYLNSVTE
IPHFEIEPEYALETLMAADFLDT*                                                        
>Mver_MVEG_08946                                                                
MAQVVLTSSEGTEFTIDRDIADKSMLLKCMLDDIGEIGQAVPLPNVSGPILTKVIEYCTHHRNDPNFQSANDDVAADIGE
WDLEYCKVDQGTLYELILAANYLDIKPLLDLTCKTVANMIKAKSPEEIRKTFNITNDFSPEEEDQVRRENGRLCS*    
>Pbla_Phybl2_160154                                                             
MSEVESVSEYVKLISSDGFVFVIHREAAMRSGTIKNMLVGPVQFKESVESEIPFRDIKAVILEIVCRYLYYKWQYEGSTT
EIPEFKVDPEVVLETLMTADFLEC*                                                       
>Pbla_Phybl2_72482                                                              
MGACLLSSDNELFNVDKEIAERSILIKNKLEEMEESDATIPLPSVTAKTLQKVIEWCEHHREDPVTQDSQERRNTDIEEW
DEKLPDYLKIELLLSICCKTVANMIRGRNAEDMMRIFDIPNNFTPQELVLINRENEWAEDR*                  
>Pbla_Phybl2_128968                                                             
MSVHLLSSDSDSFTVDKEVAERSVLIKNMLEDIGESDAPIPLPNVTAKVLKKVIEWCEHHREDPVTQDDQERRNTDIEEW
DQKYMEVDQETLFDIILAANYLDIKPLLDVGCKTVANMIKGKSAEEIRKTFNIPNDFTPEEEAQIKKENEWAEDR*    
>Mcir_Mucci2_156078                                                             
MSVHLLSSDNEEFKVDKDVAERSILIKNMLEDIGDSDAPIPLPNVTSKVLSKVIEWCTHHREDPVAQDDQERRNTDIEEW
DQKYMEVDQETLFDIILAANYLDIKPLLDVGCKSVANMIKGKSAEEIRRTFNITNDFTPEEEAQIKKENEWAEDR*    
>Mcir_Mucci2_151177                                                             
MSENEAEYVKLISSDGFEFVIHREAAIRSGTIKNMLCGPVQFRESVDNEITFRDIKASILEIVCRYLYYKWQYEGSTTEI
PEFKVDPEVVLETLMTADFLEC*                                                         
>Rory_2988                                                                      
MSVILSSSDNEEFKVDKEVAQRSVLIKNMLEDVGDSEAPIPLPNVTAKILGKVIEWCTHHRDDPITPDDQERRNTDIDEW
DQKFMEVDQETLFDIILAANYLDIKPLLDVGCKTVANMIKGKTAEEIRRTFNITNDFTPEEEAQIKKENEWAEDR*    
>Rory_5379                                                                      
MSVVLSSSDQEEFKVDKEVAQRSVLIKNMLEDVEDLDAPIPLPNVTAKILGKVIEWCTHHRDDPITQDDQERRNTDIDEW
DQKYMEVDQETLFDIILAANYLDIKPLLDVGCKTVANMIKGKTAEEIRKTFNITNDFTPEEEAQIKKENEWAEDR*    
>Rory_7277                                                                      
MSNETEYVKLISSDGFEFVIHREAAVRSGTIKNMLCGPVQFRESVENAITFRDIKAVILDVVCRYLYYKWFYEGSTTEIP
EFKVDPEIVLEVLMTADFLEC*                                                          



>Amac_AMAG_03296                                                                
MAETATAASASNAAPGATPLDLTDHVRLVSADGFEFVIDRKCAMASGTIKAMLSSPARFAESQHNVVEFKDIKAVILEKV
CQYLYYKVRFTNSSTEIPEFPLGPPHQLLELLMAADFLDC*                                       
>Amac_AMAG_06543                                                                
MVKLLSSDNEKITVAQDVAVRSMLIKNMLEDIGDAEDAEIPLPNVTARVLKKVIEYCEHHKNDPMPPAEEDELGDERRRS
DDIDEWDADYIDVEQELLFEIILAANYMDIKPLLDLGCKTVANMIKGKTTEEIRKTFNITCDFTAEEEEQIRRENEWAED
R*                                                                              
>Amac_AMAG_10556                                                                
MADTAAAASASKAAPGATPLDLTDHVRLVSADGFEFVIDRKCAMASGTIKAMLSSPARFAESQHNVVEFKDIKAVILEKV
CQYLYYKVRYTNSSTEIPEFFLGPPHQLLELLMAADFLDC*                                       
>Bden_Batde5_7508                                                               
ETVKLVSADGFEFVLDRKYAMASGTIKSMLSSPGMFTESLQNEIQFRDIKAVILEKVCRYLYYKVRYANSIQEIPEFPIE
PELALELLMASDFLD                                                                 
>Bden_Batde5_86660                                                              
MVRLFSSDNQEFSVSKEIACQSILVKNILEDLDNDQNAVIPLPNITGVVLAKVIQYVEHHKDDLFKDEPVKNLSEDKTKP
FEKPTIDLDPWDKEFTTVDQSLLFDLIFAANYLNIKSLLNLGFKAVANVVKENTVRDICQAFPISSNEE           
>Bden_Batde5_20074                                                              
MVRLSSSDGQEFTVVKEIACQSVLIKNMLEDLGDDEDAAIPLPNVAGTVLAKVIDYATHHKDDAPLSPEDENKNITKSSE
DIDEWDKEFINVDQGTLFEIILAANYLDMKGLLDLGCKTVANMIKGKTVEEIRKTFNIVNDFTPEEEEQIRKENEWCEDR
>Bden_Batde5_29931                                                              
MITLLSHDKESYTVEHAIAERSVLLKNMLEDLGDTSDTTIPLPNVVEYCTYHKNDPPPPLSESKEDVEVIRRRADNISEW
DMQFIKVENDDLLELILAANYMDIKPLLDLGCMTVANMIKGKTAEEIRTAFNIENDFTPEEEEQIMRENEWAADA     
>Spun_SPPG_04181                                                                
MPVVLQASDNQQFTIEKAVAERSMLLKNMLEDVGEAGEPIPLPNVAGSILKKVIEYCEHHKEDPVPSAEEDKDAFESSRR
KADDIDEWDAQFIKVGNEELFEIILAANYLDIKPLLDLGCKTVANMIKGKTPEQIREMFNIENDFTPEEEDQIRRENEWA
ADA*                                                                            
>Spun_SPPG_04764                                                                
MSRQSLNDEVMAETVKLVSSDGFEFVIDRKCAMASGTIKNMLSSPGQFTESVQNTVNFRDIKAVILEKVCKYLYYKVRYT
NSTSEIPDFVIEPEIALELLMAADFLDYIVFEMAGPVSPSAEDSMVVIVLGASGDLAFKKTYPALFGLYKNSFLPPNTDI
VGYARSHIELDEFRKRISSRIKVNNEKEQQQLKEFLAKCTYVSGSYDDAKSFKKLNDAVDDIQKRVGGYRHRVFYMALPP
SVFIPASKGLREHVYTRKGNNRLIVEKPFGKDTESSKELGHALAQHWLEDEIYRIDHYLGKEMVKNLMILRFANVFFGAV
WNRQYIHNVQITFKEPIGTQGRGGYFDEFGIIRDIMQNHLLQILSIVAMEKPVTLDAEDVRNEKVKVLRAIQPLTVDDVL
LGQYTGSPDGKEPGYLEDKGVPKDSVTPTFAAAVFYIKSERWDGVPFILKCGKALDQQKTEIRVQFQDVAGNIYPNIARN
ELVVRVQPEEAVYMKFMNKKPGLSSAAVTSELDLSYAKRYQDVKIPDAYESLILDVLKGDKANFVRDDELDAAWKIFTPL
LHQIEREKIKPEQYAFGSRGPAGLNAFVEKHGYRRDAGYQWTPPKI*                                 
>Spun_SPPG_08411                                                                
MVKLTSSDGQEVTVPKEIACQSILIKNMLEDVGEDDDQPVPLPNVSGPILQKVIEYATHHKDDPPLPPEEEMKPKSSEDI
DEWDREFTNVDQGTLFELILAANYLDMKGLLDLGCKTVANMIKGKSVEEIRKTFNIVNDFTPEEEEQIRKENEWCEDR* 
>Ttra_AMSG_00283                                                                
MSGDHDMVKLISSDGHTIEVPEDIVRKSQTLQNTLDDLAKDQLENGIPLANVTHAILTKVVEWCTHHKDDPPPPEDDDAR
TRRTDDITPWDADFCKVEQTVLFELILAANYLDIKGLLDLCCKTVANMIKGKSPEQIRQTFNIKNDFTPEEEEQVRKENE
WCEEAGSTGK*                                                                     
>Ddis_XP_644424                                                                 
MSLVKLESSDEKVFEIEKEIACMSVTIKNMIEDIGESDAPIPLPNVTSTILEKVLDYCRHHHQHPSPQGDDKKDEKRLDD
IPPYDRDFCKVDQPTLFELILAANYLDIKPLLDVTCKTVANMIRGKTPEEIRKIFNIKNDFTPEEEEQIRKENEWCEDKG
GN                                                                              
>Ddis_XP_646453                                                                 
MSLVKLESSDEKVFEIEKEIACMSVTIKNMIEDIGESDSPIPLPNVTSTILEKVLDYCRHHHQHPSPQGDDKKDEKRLDD
IPPYDRDFCKVDQPTLFELILAANYLDIKPLLDVTCKTVANMIRGKTPEEIRKIFNIKNDFTPEEEEQIRKENEWCEDKG
GN                                                                              
>Ddis_XP_638640                                                                 
MSDNPDTHDLNSDVLRLYSSTGHEFVLSRKMSYVSGTIKSMLSGDNSNFMEDQNNEIRFREISTPVLEKVIQYFYFKNKY
TNSTTDLPEFPINEKVVVDLLLAAHFLDT                                                   
>Ppal_EFA85203_1                                                                
MSKVKFESSDAQAFEVDREVANMFVAIKNLMEDIGDDTNAIPLPNVTGEILKRVIEWCEYHIAHPKPDEKRDSKEIYEYQ
WDKTFCNTIDHTTLFELVLAANYLDIKGLLDVTCKTVANMIRAKTPDEIKAYFKLTQDFTPEEEEMIRNNNEWCEIREN 
>Ppal_EFA82657_1                                                                
MTTVKLESSDEKVFEVERDIACMAVTIKHMLEGICRKENIDFGDIGETDTAIPLPNVTAAILEKVLEYCKHHHEHPTPQQ
DDKKDEKRLDDIPPWDREYCKVDQPTLFELILAANYLDIKPLLDVTCKTVANMIRGKTPEEIRKIFNIKNDFTPEEEEQI
RKENEWCEDKGN                                                                    
>Ppal_EFA80285_1                                                                
MTDNNDSDFQSDILRLYSSTGHEFVLSRKMSYVSGTIKSMLGGGDNSSFMEDQNSEIRFREISTPVLEKVIQYFYFKNKY



TNSTTDLPEFPINDKIVVDLLLCAHFLDT                                                   
>Ehis_24_m00278                                                                 
MDIPNLKLISQDGHEFYISRECAQHSGTLKTMLEDQPTEGIITIPIPGIPSKLLERTIEYMYYRQMYSRAPSQDVIPNFD
IDPSNALELLLACFKSAKEQLEQEKKIRKKKALLLEPKESNANKFKYLQWLIEEDSDIVSYCKINHSLTGLILSEYATGQ
VAHCKKGKQTSKAALSQLKIIEFAGKVFPYNEFHVFESLFSLFENYLSIGTDTILRRAAYETLLNMYQDKQEYSSQFARY
IISSMNIGSLIDLPPNQPFPSLVNEPYVPSEEPVDERSLSMEFIDKFLDRLLKKESYKTFLPIAENICALLFPSFSKTIT
LSCVVPSSGLGDIPTRLMEIILTDLRKLITSDIKEMFFKEEGATPFLEFILSTALNFSPETFQNGLNYFTFFYTEFVAKT
NTAISYENALGSNKLLEFRRYIIQCIDIPFDHAEMNPNIRCFTSALHSRMMELLNNELDLMDDMKDLLIATLVNNINKLI
TCYRDDAVGSLVDTIITSYVRWRHSATAYNKLYDMLHQFYSSSGLLTQLCQKIIHVTKQIISLPTNSTPQNPNQMVRYIS
VEPDYIFPNDDPTFKEMIKLKPNEMFELWEGLWFMIQDTCMETAVKNCITSVRKVCELLIRYDGESKVDLMNTFGTYFLR
SLSSSEEIEVKITAGLGLCDLFVRNKRYVLPHILHFMKVLSLSFQMHHMNFFLDYMTFFH                    
>Ehis_62_m00176                                                                 
MATSGRTVTLQSSDLMQFVVDREIAKNSGVVKNLLEDFSEDNPTVPFMNVRGKILEKVIEFMTYHHNHSFLLGDDKEKDS
TAIEPWDKNFCNVDQATLFELLQAANFMDVKGLLDVTCKTVANMIRGKTPEEIRKTFGIVNDFTPEEEEQIRKENLWCEE
LK                                                                              
>Ehis_116_m00114                                                                
MAQNVILRSSDGKDFTISEEAAKQSGLVESLMKDRENADEPVPILKVEGAVLEKVIQWLLFHNEHPLMYPDFVIGDRDKN
ADLHPWDVKFCDDLEKDMLFEMLKAATFMNIDMLVEATAKTIAKNLIGKTVEQMREYLNEENDYTPEEIEELKKKYAD  
>Ehis_153_m00107                                                                
MAAQNVIIESCDKTTFTVTEACANQSVLVQSLMKERSSADEPIPITNVSKEIMEQIIRWMNYHNEHPHMYNEKPEDRCRI
SSIQPWDVQFCEELEKDVLFQVFRGAIFMQIPMLIESCARCIAKHLVGKLPAEMREYLNEQDEYTPEELEELKKKFAH  
>Acas_g2107                                                                     
MVETSDGELVDVEKTVATKMSLAIRKKIESAGPNGVIQFDNITARALSKVMEYCHMHTAPHIVTMEKGMDLKTWDEKFVK
LDPGTLCELASAAYHLQIKPLVDLTCQAIAQLLKGKTPAEIRRTFNILYDFQPEDDAPPPTMRDKLRNKLCNPKRKEQKT
KALPPPPEPVEDTRSVDDLLSFINDGKGNTGASSVAKTKSKGSKKARQRERKKKLRSSQERERDSLRTSQEKLNYGPRTS
QEYARGGLRSSQEKGRTRGNQQEDRTTREKRERREDIIQKIINMQRVNEESEGDIIRSNSTSPSPSFSSTSSSPVSSSPS
SSSSSPLSSPLSSPSHSRNPSGNSSDLFYRSNDDNGVLYASKAARRDNGLKLKEVKQKQEASYLPPNQPNQLRASRSPRD
SVGSPVPTAPEELSDSNRDPLEVSLDDDIWQEEEDDDMDPELKAQQDREVEEFRRRLEQINNTTIQRPRMPLPSTLSVAL
SVTVDTLKG                                                                       
>Acas_g8790                                                                     
MSVKLESSDEQVFEVPREIAEMSVTVKHMLDDVDADSDAPIPLPNVTGKILAKVIEWAKYHHANPDAPSDEKKDEKRTDD
IIPWDKEFCEVDQPTLFELILAANYLDIKPLLDLTCKTVANMIKGKSPEDIRKTFNIKNDFTPEEEEQIRKENEWCMDL 
>Acas_g8870                                                                     
MADDGELDTVKLISADGHEFVVDRKAAMVSGTIKSMLSGPGTFTEQAMGEINFREISTPILEKVIQYFYYKLRYTNSTTE
IPEFPIEPEVALELLMAANFLDT                                                         
>Acas_g10136                                                                    
MSVQLESSDGEVVTVPAEVAKMSVTIAHMLEDVDVISDDPDDLGSPIPLPNINSATLAKVLEYCSWHHANPNPSGDQKGA
DGVLEWDRKFCEVEQVVLYRLILAANYLDIKPLLELACRTVGLMIRACTTAEEIRQKFGIKADLTPEEEEEIKKEYAFLN
DL                                                                              
>Acas_g10911                                                                    
MKRTCSARRAAVVCRSTAAVAQGSSTRSLHSAQPTQSGHRAIPPHHVHGPTCPCSAAHNPQYFYRGLLGAEGAEARASLT
RPGVRFARRTQSTPTTHARLSSSAATGGLSRSGPKESEADYAFEMAGSNIRFGVGATREVGLDLVDMGRPARVNFVLYDK
VKVEPTDASFKHAIEFVTQTARKVTPTGHFDAFVAVGGGSVIDTCKAANLYATYPPEDFFDYVNPPVGKGKPPPGALKPL
IAIPTTAGTGSEATGVAIFDHVERNSKTGIAHRRLKPTLGIVDPENTKSMPPQVAAASGFDVLCHALESYTAIPYDQRTP
RPATPLLRPAYQGSNPIAGLRATNGVQQERKMSIKLESSDEQVFEVPREVAEMSLTIKNMLADIDSPSTDSIPLSITGNL
LAKVVEWATYHHANPPPVVNESEPKKKLTKEEEAKEKRKILPWDKEFCDVDQATLFQLMMAANYLDIKALLELTCKTVAN
MINGKAPDEIRALFNIKNDLTPEDEEKMRQDYGWSLDNLKKEE                                     
>Acas_g11511                                                                    
MSATDMVQLQSSDGVDFSVPRSVASMSVTLDHMLHDISRSQSDEAIPLPNVNAKALEKVIEYCKHHEKDEPVPASDAAKQ
EHSVHNISAWDKQFMQVEMGLLFDIILAANFLDIKSLLDLGCKTVASMIIGKTPEEIEQTFRIPTQ              
>Acas_g15905                                                                    
MSIKLESSDEQVFEVPREVAEMSLTIKNMLADIDSPSTDSIPLSITGNILAKVVEWATYHHANPPPVANESEPKKKLTKE
EEEKAKEERRKILPWDKEFCDVDQATLFQLMMAANYLDIKAL                                      
>Atha_AT2G45950                                                                 
MSEGDLAVMKPETMKSYIWLQTADGSIQQVEQEVAMFCPMICQEVIQKGVGSSKNHAISLPQRVNPAMFSLILDYCRFHQ
LPGRSNKERKTYDERFIRMDTKRLCELTSAADSLQLKPLVDLTSRALARIIEGKNPEEIREIFHLPDDLTEEEKLEPLKN
SMDDPRIRLLNRLYAKKRKELKERERLKNVEVEEHVDERSVDDLLSFINGRDHKAVKMSKGKKKKKKKKDQKIVSSNNIH
DKESHDLRSKQQCVEEIGSSMREVPNLLSAEDDISTPNAGSEDEDIDDEIDPAMRELLDREVEDFAQRLNSNWVRSLGKE
RRPVHFSINGNGTTRRHTGMVSIWRPCMFTLF*                                               
>Atha_AT2G03170                                                                 
MSSNKIVLSSSDGESFEVEEAVARKLKIVEHMIEDDCVVTEVPLQNVTGKILSIVVEYCKKHVVDEESDEFKTWDEEFMK
KFDQPTVFQLLLAANYLNIKGLLDLSAQTVADRIKDKTPEEIREIFNIENDFTPEEEAAVRKENAWAFE*          



>Atha_AT2G20160                                                                 
MSSKKIVLTSSDDECFEIDEAVARKMQMVAHMIDDDCADKAIRLQNVTGKILAIIIEYCKKHVDDVEAKNEFVTWDAEFV
KNIDMDTLFKLLDAADYLIVIGLKNLIAQAIADYTADKTVNEIRELFNIENDYTPEEEEELRKKNEWAFN*         
>Atha_AT2G03190                                                                 
MSSNKIVLTSSDDESFEVEEAVARKLKVIAHMIDDDCADKAIPLENVTGNILALVIEYCKKHVLDDVDDSDDSTEATSEN
VNEEAKNELRTWDAEFMKEFDMETVMKLILAVNYLNVQDLLGLTCQTVADHMKDMSPEEVRELFNIENDYTPEEEDAIRK
ENAWAFEDLK*                                                                     
>Atha_AT2G25700                                                                 
MAETKKMIILKSSDGESFEVEEAVAVESQTIKHMIEDDCVDNGIPLPNVTGAILAKVIEYCKKHVEAAAEAGGDKDFYGS
TENHELKTWDNDFVKVDHPTLFDLLRAANYLNISGLLDLTCKAVADQMRGKTPAQMREHFNIKNDYTPEEEAEVRNENRW
AFE*                                                                            
>Atha_AT2G03160                                                                 
MSSKKIVLTSSDGESFKVEEVVARKLQIVGHIIEDDCATNKIPIPNVTGEILAKVIEYCKKHVEDDDDVVETHESSTKGD
KTVEEAKKKPDDVAVPESTEGDDEAEDKKEKLNEWDAKFMKDFDIKTIFDIILAANYLNVQGLFDLCSKTIADYIKDMTP
EEVRELFNIENDFTPEEEEAIRNENAWTFEQDGKQQVPKP*                                       
>Atha_AT4G34210                                                                 
MSSKMIVLMSSDGQSFEVEEAVAIQSQTIAHMVEDDCVADGIPLANVESKILVKVIEYCKKHHVDEANPISEEDLNNWDE
KFMDLEQSTIFELILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRSTFNIENDFTPEEEEAVRKENQWAFE*       
>Atha_AT4G34470                                                                 
MSSKMIVLMSSDGQSFEVEEAVAIQSQTIAHMVEDDCVADGIPLANVESKILVKVIEYCKKYHVDEANPISEEDLNKWDE
KFMDLEQSTIFELILAANYLNIKSLFDLTCQTVADMIKGKTPEEIRSTFNIENDFTPEEEEAVRKENQWAFE*       
>Atha_AT1G10230                                                                 
MASSSEEIVSAGESSEIEEAVASLTMSSNKILLTSSDGESFEIDEAVARKFLIIVHMMEDNCAGEAIPLENVTGDILSKI
IEYAKMHVNEPSEEDEDEEAKKNLDSWDAKFMEKLDLETIFKIILAANYLNFEGLLGFASQTVADYIKDKTPEEVREIFN
IENDFTPEEEEEIRKENAWTFNE*                                                        
>Atha_AT1G75950                                                                 
MSAKKIVLKSSDGESFEVEEAVALESQTIAHMVEDDCVDNGVPLPNVTSKILAKVIEYCKRHVEAAASKAEAVEGAATSD
DDLKAWDADFMKIDQATLFELILAANYLNIKNLLDLTCQTVADMIKGKTPEEIRTTFNIKNDFTPEEEEEVRRENQWAFE
*                                                                               
>Atha_AT1G20140                                                                 
MAETKKMIILKSSDGESFEIEEAVAVKSQTIKHMIEDDCADNGIPLPNVTGAILAKVIEYCKKHVEAAAEAGGDKDFYGS
AENDELKNWDSEFVKVDQPTLFDLILAANYLNIGGLLDLTCKAVADQMRGKTPEQMRAHFNIKNDYTPEEEAEVRNENKW
AFE*                                                                            
>Atha_AT3G60010                                                                 
MSKMVMLLSSDGESFQVEEAVAVQSQTIAHMIEDDCVANGVPIANVTGVILSKVIEYCKKHVVSDSPTEESKDELKKWDA
EFMKALEQSSTLFDVMLAANYLNIKDLLDLGCQTVADMITGKKPDEIRALLGIENDFTPEEEEEIRKENQWAFE*     
>Atha_AT3G53060                                                                 
MMIKGMAEDDCADNGIPLPNVTSKILLLVIEYCKKHVVESKEEDLKKWDAEFMKKMEQSILFDVMMAANYLNIQSLLDLT
FSNCR*                                                                          
>Atha_AT3G21840                                                                 
MSTKKIMLKSSDGKMFEIEEETARQCQTIAHMIEAECTDNVIPVSNVTSEILEMVIEYCNKHHVDAANPCSDEDLKKWDK
EFMEKDQYTIFHLMNAAYDLHIKSLLALAYQTVADMVNDNKWAFE*                                  
>Atha_AT3G60020                                                                 
MSTKIMLKSSDGKSFEIDEDVARKSIAINHMVEDGCATDVIPLRNVTSKILKIVIDYCEKHVKSKEEEDLKEWDADFMKT
IETTILFDVMMAANYLNIQSLLDLTCKTVSDLLQADLLSGKTPDEIRAHFNIENDLTAEEVAKIREENQWAFQ*      
>Atha_AT3G61415                                                                 
MSEGEMAIIKPEMMKSYIWLETADGSIQQVEQEVAMFCPMICQEVIQKGVGSSKNYAISLPQRVNPAMLSLIFDYCRFHQ
VPGRSNKERKVYDEKFIRMDTKRLCELTSAADSLQLKPLVDLTSRALARIIEGKTPEEIREIFHLPDDLTEEEKLEPLKN
TMDDPRIRLLNRLYAKKRKELKEREKLKSVEVEEHVDERSVDDLLSFINGRDPKVVKTSKSKKKNKKRKEQKNGSSNGTC
EALEKDLHNLDSKSQSAEIVDNTASCLGDVSNLPSMEDDIFTPKTEFEDGYIDDEIDPALKELLDREVEDFARRLNSSWV
LSIGQERQPVNFSINGNGTSRRLTGPAAGHK*                                                
>Atha_AT3G21830                                                                 
MSTKKIMLKSSEGKTFEIEEETARQCQTIAHMIEAECTDNVILVLKMTSEILEMVIEYCNKHHVDAANPCSDDDLEKWDK
EFMEKDKSTIFALTNAANFLNNKSLLHLAGQTVADMIKGNTPKQMREFFNIENDLTPEEEAAIRRENKWAFE*       
>Atha_AT3G25650                                                                 
MSSNKIVLTSSDGESFQVEEVVARKLQIVKHLLEDDCVINEIPLQNVTGNILSIVLEYCKKHVDDVVDDDASEEPKKKKP
DDEAKQNLDAWDAEFMKNIDMETIFKLILAANYLNVEGLLGLTCQTVADYIKDKTPEEVRELFNIENDFTHEEEEEAIRK
ENAWAFEADTKHEDPKP*                                                              
>Atha_AT3G21850                                                                 
MSTKKIILKSSDGHSFEVEEEAARQCQIIIAHMSENDCTDNGIPLPNVTGKILAMVIEYCNKHHVDAANPCSDDDLKKWD
KEFMEKDTSTIFDLIKAANYLNIKSLFDLACQTVAEIIKGNTPEQIREFFNIENDLTPEEEAAIRRENKWAFE*      
>Atha_AT3G21860                                                                 



MSTKKIILKSSDGHSFEVEEEAACQCQTIAHMSEDDCTDNGIPLPEVTGKILEMVIEYCNKHHVDAANPCSDEDLKKWDK
EFMEKYQSTIFDLIMAANYLNIKSLLDLACQTVADMIKDNTVEHTRKFFNIENDYTHEEEEAVRRENQWGFE*       
>Atha_AT5G42190                                                                 
MSTVRKITLKSSDGENFEIDEAVALESQTIKHMIEDDCTDNGIPLPNVTSKILSKVIEYCKRHVEAAEKSETTADAAAAT
TTTTVASGSSDEDLKTWDSEFIKVDQGTLFDLILAANYLNIKGLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEE
EVRRENQWAFE*                                                                    
>Atha_AT5G59140                                                                 
MRETVKLISMEGFEFVIDREAAMVSQTIRSMLTSPGGFSESKDGVVTFPDISTTILEKICQYFYWSLQYSRGKETEFHIE
PELTLELMMAANYLHT*                                                               
>Mgut_mgv1a025998m                                                              
MASTQENDDKKPETTITLKSSDGEVFEVPESAAVLSYTIKNMVEDGREGDVISLEQVDGKTLSWVVAYLKKRAVDPFSEK
DKDEFDTEFFSDKDVNSLFDIGNAANYLNIKELLDMSITKIVNLRRMFDENFWLESTFKPEEEAETRRPEH         
>Mgut_mgv1a016986m                                                              
MKKEDTVKLISAEGFEFVIDKKAAMVSQTIRNMLTSPGSFAETEHGEVTFPEISTTILEKICQYFYWSLQYASGKETEFH
IEPELTLELMMAANYLHT*                                                             
>Mgut_mgv1a022716m                                                              
MASPQENDSKPETTITLNDSKPETTITLRSNDGEIFEVPETVAVLSVTIRNMVEDGCAGGIIPLEEVDAETLSWVITYLK
KHAALLDPSSKTEKDELDAEFFSDKEFNSLLAIVNAANYLNIEELQDASTGQIAKFIRNKGVATVRKLFGVENDYTPEEE
EALRREHQWAHEDGVEPDED*                                                           
>Mgut_mgv1a020137m                                                              
MVVLMSNDGVIFTVEESAAARSQTINQMIEDGCSDGNIPLPNVDSKTLEMVIEYCTRHDKAERMAEGAEAKAAAEEYDAE
LMKVDVKTTLFNLMMAANYLNIDSLLKLTALAAGNAVKGKEPEEIRDTFGIINDLTPEEEDQIRKDNTWSYE*       
>Mgut_mgv1a019768m                                                              
MSSSSGAAQKKIVVKSSDGDIFEMDEAVASNSLTIKNMIEDGCADDVIPLPNVNTPILAMIIQYCKHHTEAAADKGAAAA
AKKVSEDSLIDFDTEFMDVEQCTRFDLLLAANYLNIKSLMDLICETVAGTMKGKSPVELREMFNIENDFTPEEEEKFRKD
RDWKFENN*                                                                       
>Mgut_mgv1a015244m                                                              
MAAETGTPTTLTLKSNDDELFSVAESAAILSVTIRNMVEDGCAGGVIPLDNVDGKTLASVITYMNGISAIPADEEKKKSY
RDKFLSDKDFETLADMVLAANYLNMSCLMDAVSAKIAQVMEKKSVGWVRRKFGIENDYTPEEEAAVKEEHKWTFEGVETD
DDN*                                                                            
>Mgut_mgv1a008480m                                                              
MTEADSDIIKPEMLKAYVWLQTSDGSIQQVEQEFAMYCPFICQEIQAGMGSSKNYPISLPPRVNPAMLSLILDYCRFHQV
PGRSNKERKSFDEKFVRMDTKRLCELTSAADSLQLKPLVDLTSRALARVIEGKTPEEIREIFHLPDDLTEEEKLEPIKNT
MDDPRIRLLNRLYARKRKELKERERLKTAEAEEEHADERSVDDLLSFINGSNEDSRGTRTSKTKKKNRKRKDHHKTAPPN
CTSTSNITSCSSNSVNMDKKELDARHSMYSNPLLHGKLLTDVCNATKLLDIEDDGLAAEDEFDDCDLDDDIDPALKEQID
REVEDFARRLNSDWPERMQEILSLGQQRRPLQVTINGNGSLRRFTSLDQRQK*                           
>Mgut_mgv1a015178m                                                              
MGSSSDQRKIALRSSEGELFEISESAAVLSNTLKNKCSIPLQDIRSKTLKDVIAYLKEHARASVSDEKKRKFDKKFVSDK
DIQALFDILMAADHLNIKGLQEIVTKKINEIMEHKNVEEPAKKTWAVEWKAFLTRKKNRGKVVKSSGSKVGLLKMLMKSK
SEFGF*                                                                          
>Mgut_mgv1a015442m                                                              
MASSSSTATEKKKIILVSSDGHTFEIDEDVAEHSLTIKNMIEDGCADNPIPLPNVASETLAKVIEYCKRLTKAPDTGAAD
SPTQEPETEFPTLFELISAANYLNIKSLLDDKCQRVADQMKGMSVEEVRKLFNIENDYTKEEEDDVRNENPWVFEEN*  
>Mgut_mgv1a015014m                                                              
MSSSTAENGGKKITLRSSDGEVFEVEDAVAVESQTIKHMIEDDCADNVIPLPNVTGKILSKVIEYCKRHVDAAASATKAD
DKLASAAASDEDLKVFDADFVKVDQATLFDLILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEE
VRRENQWAFE*                                                                     
>Mgut_mgv1a024618m                                                              
MSTVETATKKMITLISSDGVTFEVEESVAVQSETIKNMIENNIAVTPIPLPNVTSNILLKVIEYCKHHAEAASNAAVYGA
VSHKVAEEYVRRFDTEFLKVDQSTLIDLLNAAYNLNIKSLVELTCNKVANMLKWMSIEQLGCTLNTENDFIPE*      
>Mgut_mgv1a025155m                                                              
MASPQENDNKPETIITLKSYDGEVIEVPEIVAVLSVTIKNMVEDGCAGGVIPLEEVDAETLSWNLIPTNIAKFIMNKRMG
TVRKLFGIENDYTPEEEEAVMREHQWAHEEGVESDED*                                          
>Mgut_mgv1a020681m                                                              
MASSQENDVKKPETTITLKDDEKPETTITLKSSDGEVFEVPESAALLSYTIKIMVEDCRAGDVISLEQVDGKTLSWVITY
LKKHAIDPFSEKDKDEFDTEFFSDKEFTSVVDIINAANYLNIKELLHTSTRKIADLMAIRWNRAM               
>Mgut_mgv1a015408m                                                              
MASSSNTEIQKMIVLQSSDGQIFEIEESVASNSQTLRNMIEDECADNTIPLPNVTAKILARVIEYCKRHTDAAANADDLK
KFDADFVDPDDQETLFDTLLAANYLNISSLMDMLCKAIAEMLKDKDPEVTRKKFNIVNDYTKEEEEEVRKENSWAFED* 
>Acoe_002_00133                                                                 
MSKKVTLKSSDSIAFEVEEVVVLQSETIKHLLEKPERMLASILLPDVTANILGKVIEYCTKHVGNSNRKEDLKKWDAEFV
NVDPVTLLDLMDAAKNLEIKNLLDLTSHTFSEMSMV                                            



>Acoe_002_00222                                                                 
MNPNGVASSSKVEEGLNNLSLETSSKAKEEKQQHVECSSSEPKKLLKLKTSDGEVFEVEEAIMLQSETIKHMIEDGCADD
EIPLLNISGNILKIVIEYCKKHVGDELLNIYEKEELKQWDWKFIEIERIPLFYVLIAANFLGIKGLLDLGCKQVGKMMKG
KNCEQVREMFGIVNDFTPEEEAELRNKNKWRSE                                               
>Acoe_002_00223                                                                 
MEETLPLSTQGDLNANHVDVCNGNGDGNSSSISKIKDKGKAVMVVEEIQEETPLIVKKKVISLGSNSSKVTNVGSSSSSS
SNVAGMVEEIKEVKEDKQSPTLSAAAIAVTPLANVIRINFYKGFCYLKKGLYVLLCLLFPPGMAIMKKKCGVLKKTEEEE
VAKESSKKKIKKIIQIESSSSIKGNVVGEIEEPVKELKLCTSDNFVFLVPETIMLQSETIKYMIEDGCTEDEIPLPNVTG
SILKKVIEYCDKHVCAEKEELKKWDAEFIDAANQATLYNLILAANYLSIKGLLDLGTQKVADMIKGKMPEEIRRTFNIKN
DFAPEEEAAIRSENAWAFE                                                             
>Acoe_002_00224                                                                 
MVMFSKWKIKKLLCFNLNSEVIKTLIKEDKGCTNGEFYLHNVNGKILAKVIEYCKKKINEKEGEKTEEMKEWDAEFINLD
ETTVFDIVLAAIYLNIIGLRDLGAQKIVDMVKLKTPEEIHEILEMKKDYTLEDEMQIRMENQWAFL              
>Acoe_002_00227                                                                 
MSSSSRSKGKPLKKVIKLKISDDCVNYIFKVKEDVIVQSKTIKHMIEVGCADGVIPISNVTTDIFDMVIKYCKKHLNEEM
KKLDNDDEFIEEMKKWDAEFIDVDKSILFNLIMAANFLCIRGLLDLACQKAADMIKGKRVEEIREIFNIENDFTPEEEEE
LIQNQNTWTFD                                                                     
>Acoe_002_00228                                                                 
MANNNNSKGNEEVLKKLTIQEFSEGGDLMFNPLKKKVSHGGSSSSSSSKGKAVVMMMEETQVAASVMKKVIKLKSLDGCT
FEVEEDVMLQSSETIKHMIEEGCAKDEIPLHNVTGYVLGKVIDYCKKHYNKMSSDEEEEVKNWNAEFIDVDQPTLYDLIM
AADYLSVKGLVDLAAQKVADMIKGKNVDEIHEMFNIQSDFSPEEEEIIRKENTWSFD                       
>Acoe_002_00229                                                                 
MFNPLKKKMGTHHGGSSSSSSSKGKGKGKAVVMEEEFRTLDLKNVITLKTLDGFTFEVEEGVMLQSDAIKHMIEEGVAKD
EIPLHNVTGFILDKVIDYCKKHYNKKPSDDEEVKKWDTEFIDVDQPTLYDLIMAADYLSIKGLVDLGTQKVADMIKGKMP
EEIRKIFNIKNDFTPEEEAAIRSENVWAFE                                                  
>Acoe_002_00230                                                                 
MATKDSDNTESMEKLTLKSSEHEEGSSSNTTKDKGKAVIVEEDVKEKKLITLRTSDGIEFVVEEGAMLLSETIKHIIEDG
CADNVIPLHNVTGKYLGMIIEYCKKHYGKMSRDEEELKKWDAEFIDLDIPTLFDLITAADYLSVKDLLELMVEKVLSMIR
GRTPEQMRASFGIENDFTPEEEEEYRSTHRWAFDDLV                                           
>Acoe_002_00231                                                                 
MSKKPIDEVEQSMEKVTVGSSSISYKDKGKAIMVEEENQDIPQQEEPQLYTENVNVTGKKLTLKTGDGQVFEVEEAAMLQ
SITIKNMIEDDCADGIIPIPNVTGEIFAKIVEYCNKHVGEKKLMKKEKEKLEEWDYEFVDLDRDALYNLLAGAMYLNIES
LVDLAAQEFADMIKNQPIEKMREILGIENDFTPEEEAEIRQKNIWAFEN                               
>Acoe_002_00232                                                                 
MVEKKFLTLRTSDGETFKVEEDVILQSETIKQLVEDGCGDGQIPLANVTGNILTMVIEYCKYHLGNKKLGEEIKDWDDKF
IDVDQKIIFDVILAANYMNIKGLLDLACVKISKMISGKPVPEIRKILGIEIHGFSEEEEEENRRWNLWAYED        
>Acoe_002_00233                                                                 
MARTMTKIAGCHDKGKAVMVEEEKEEDPPFVTENVKKLTLKTGDGKVFKVEEAAMVQSETIKNMIEDGCADVVIPIPNLT
GEIFAKIVEYCNKHVGEKKLKKKEKEELEEWDDEFVDLDRDDLFNLLSAAMYLNIESLVDLAAQEFADMIKNLPIEKVRE
IFGIENDFTKRKLGRRTYGHLRIFVRNFIRYYDG                                              
>Acoe_002_00236                                                                 
MTKKSVGVDGSSSSSRKDKGKAVMVEETQKAVNNNVNVEEIKEGENVKKVTVRCSDGEIFEIEETVLSVSQTLKHMIEVD
CVEDGVYLHNITGDVMTKVIEYCRKHAGKVDIVLDEDEKEELKKWDNEFLDGFDGKSVLHLIKAIDFLSMDALFHQACQR
VADSLTAEQIAELRRYLADQEGEYTAFND                                                   
>Acoe_002_00448                                                                 
MRKHPLRICIPLPNVTAKILAKVIEYCKKHVEVERQSTEEEEEEEEKGLKTWDADFVRVDQATLFYLILTANYLNIKSLL
DLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFE                                  
>Acoe_002_00796                                                                 
MIEDECAGIPLPNVTAKILAKVIEYCKKHVEGEGQSTEEEELKTWDADFVKVDQATLYDLILAANYLNIKSLLDHTCQTV
ADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFE                                         
>Acoe_007_00307                                                                 
MSTKMVTLKSSDGESFDVEEEVILQSQTIKHTIEDECADASLAKVIEYCEKHVECEGQSMEELKTWDADFVKVDQATLFD
LILAANYLNIKTLLDLTCQTVADMIKGKSPEEIRNIFNIKNDFTPDEEEEVRRENQWAFE                    
>Acoe_007_00896                                                                 
MRQSNVQVEETFMLQSQVLMDMIELGCADDNIPLQDVTADILAMYCKKHVVDANNKKEFDVDESLKKWDADFVDVDLRTL
YDLIYVANFWTLGLLDLAAQKFADIIKYKSISEIRKIFHIQNDLTPAEEEEIRTTNPWAFGN                  
>Acoe_008_00237                                                                 
MSNKMVTLNSSDGESFDVEEVVITQSQTIKHMIEDDCADNGIPLPNVTAKILAKVIEYCKKHVEVEGQSTEEEGLKTWDA
DFVRVDQATLFDLILAANYLNIKSLLELTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFE        
>Acoe_008_00238                                                                 
MSNKMVILNSSDGESFDVEEVVITQSQTIKHMIEDDCADNGIPLPNVTAKILAKVIEYCKKHVEVEGQSTEEEGLKTWDA
DFVRVDQATLFDLILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFE        



>Acoe_008_00245                                                                 
MSTKMVTLNSSDGESFDVEEAVILQSQTIKHMIEDDCADNGIPLPNVTAKILAKVVEYCKKHFEVEGQSTEEEQLKTWDA
DFVRVDQDTLFNLILAANYLNIRSLLDLTCQTVADMIMGKTPEEIRKTFSIKNDFTPEEEEALRRENQWAFE        
>Acoe_009_00113                                                                 
MSTKQIILRSSDGESFEVEESVIVKSQTIKHMVEDECADNGIPLPNVTSQILALVIEYCKKHAEEQADSAEEKPKEDLKG
WDANFVKVDQRIIFDLILAANYLNIKSLLDLTCQTVADMIKDKQPEEIRAFFNIKNDFTPEEEEQVRRENSWAFE     
>Acoe_009_00844                                                                 
MKKEDTVKLISAEGFEFVIDKNAAMVSQTIRNMLTSPGSFSETQHGVVRFPEISTPILEKICQYFYWSLQFASGKETEFY
IEPELTLELMMAANYLHTMKKEDTVKLISAEGFEFVIDKNAAMVSQTIRNMLTSPGSFSETQHGVVRFPEISTPILEKIC
QYFYWSLQFARFFFFFFKLSFFF                                                         
>Acoe_010_00431                                                                 
MRQSNVQVEETFMLQSKVLMDMIELGCADDNIPLQDVTADILAMVIEYCKKHVVDANNKKEFDVDESLKKWDADFVDVDL
RTLYDLIYVAKFLDIGTIRKIFHIQNDLTPAEEEEIRTTNPWAFGN                                  
>Acoe_012_00103                                                                 
MSTTKKVTLRSSDGEAFEVDEAVIVQSQTIKHMIEDECASDVIPLANVTSKIMAKVIEYCKKHVENQECTDDIDLKSWDT
DFVKDVDQGTLFDLILAANYLNIKSLLDLTCKTVADMIKGKTAEEIRKTFNIVNDYTPEEEEEVRRENQWAFE       
>Acoe_013_00287                                                                 
MSEGDMAIIKPEVMKSYVWLQTADGSIQQVEEEVAMFCPYICRDVLQNGKGSSKNQAISLPQRVNPAILSLILDYCRFHQ
VPGRSNKERKSFDEKFIRIDTKRLCELTSAADSLQLKPLVDLTSRALARMIEGKTPEEIRETFHLPDDLTEEEKLEPLRN
TADDPRIRLLNRLYARKRKELKEKEKLKNVEVEEEHVDERSVDDLLSFINGGNGDSKRVRPPKNKKKNRRKKDQSKDPCS
NDVNKNHEEIDGLSSESHGPENGNIFVASPSRTPKLQDVTDDTFSPDIEFDDDIDDELDPAMKEELDREVEDFARRLNSD
WPERMQEILSLGQERRSVPISMNGNGCLKRYSRLDRR                                           
>Acoe_014_00850                                                                 
MATETKKMIRLMTSDEQVIDVEEVVACESETIKNMIKDNCYEDGIPLPNVTGNILAKVIEYCKKHVEEGVSDDDKKKWDD
EFVKTIDQNMLFDLFLTANYLNINKLMDLTSQAVADSINNLKTEEVREMFGIVNDYTPEEEEQIRKENQWAFV       
>Acoe_015_00393                                                                 
MRQSNVQVEETFMLQSKVLMDMIELGCADDNIPLQDVTADILAMYCKKHVVDANNKKEFDVDESLKKWDADFVDADLRTL
YDLIYVAKFLDIGTVGSCCSEVC                                                         
>Acoe_016_00196                                                                 
MEEALSTKDVDKGLAVPAVEGSETKKNKVIHIHPPSSSISVNVGEEPVKKLTLSTSDNYIFVVPQTVMFKSQLIKNMVEN
GYVDVDNDEIPLHNVTRCTLLKVIQYCYQHVYYPKFWEEKALKKWDAEFIGAADVSTTLYNLTMAANYLDIKCLLELCAK
QVADMIKGITTDEIRKILNIKNDFTPEEDTQYQKFRLL                                          
>Acoe_017_00184                                                                 
MARVLKLKSLFVKSQAIKHMIEDECTDNGIPLPNVASQILALVIEYCKKHAEEQADSAEEKPKEDLKGWDANFAKVDQRI
IFDLILAANYLNIKSLLDLTCQTVADMIKDKQPEEIRAFFNIKNDFTPEEEEEVRKENRWAFE                 
>Acoe_017_00187                                                                 
MSTTKMVTLNSSDGESFEVEETVILQSQTIKHMIEDECADNGIPLPNVTAKILAKVIEYCKKHVEVDGQSTEEEELKNWD
ADFVKVDQATLFDLILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFE       
>Acoe_017_00330                                                                 
MSTKKVTLNSSDGESFEVEEAVITQSQTIKHMIEDDCADNGIPLPNVTAKILAKVIEYCKKHVEVEGQSTDQEELKTWDA
DFIKVDQATLYDLILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFE        
>Acoe_017_00371                                                                 
MVTLNSSDGESFEVEEAVITQSQTIKHMIEDDCADNGIPLPNVTAKILAKVIEYCKKHVEVEGQSTDQEELKTWDADFVK
VDQATLYDLILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEKEIRRENQWAFE            
>Acoe_017_00372                                                                 
MSTKKVTLNSSDGESFDVEEVVITQSQTIKHMIEDDCADNGIPLPNVTAKILAKVIEYCKKHVEVEGQSTEQEELKTWDA
DFVKVDQATLYDLILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEAVRRENQWAFE        
>Acoe_017_00373                                                                 
MVTLNSSDGESFDVEEAVITQSQTIKHMIEDDCADNGIPLPNVTAKILAKVIEYLKKHVGVEGQSREEEGLKTWDSDFVR
VDQATMFDLILAANYLNIKSLLDLTCQTVADNIKGKTPEEIRKTFNIKNDFTPEEEEALYRENQWAFDFSG         
>Acoe_020_00456                                                                 
MSTKIVTLRSSDGESFDVEETVITQSQTIKHMIEDECADNGIPLPNVTSKILALVIVYCKKHAEGEGQSTEVEELKTWDA
DFVKVDQATLFELILAANYLNIKSLLDLTCQTVADMIKGETPEEIRKIFNIKNDFTPEEEEEVRRENQWAFE        
>Acoe_022_00098                                                                 
MRQSNVQVEETFMLQSKVLMDMIELGCADDNIPLQDVTADILAMYCKKHVVDANNKKEFDVDESLKKWDADFVDVDLRTL
YDLIYVAKFLDIGTVGSCCSEVC                                                         
>Acoe_024_00045                                                                 
MSTKKITLKSSDGETFDVEEAMNALMIDDGIPLPNVTSNILAKVIEYCKKHVEGSQSSTEELKSWDADFVKVDQATLFDL
ILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVCRENQWAFE                     
>Acoe_027_00336                                                                 
MNTSQTKLIVCHHDKLENTLQVCNTEHGTDKTLCGSALDTKKITLKSSDGEAFDVEEAIILESQTIKHMIEDECADDGIP
LPNVTSNILAKVIEYCKKHVEGGQSSTEELKSWDADFVEVDQATLFDLILAANYLNIKSLLDLTCQTVADMIKGKTPEEI



RKTFNIKNDFTPEEEEEVRRENQWAFE                                                     
>Acoe_027_00339                                                                 
MAEKKNITLKSSDGEAFDVEEAIILESQTIKHMIEDECADDGIPLPNVTSNILAKVIEYCKKHVEGGQSSTEELKSWDAD
FVEVDQATLFDLILAANYLNIKSLLDLTCQTRKFAKTFNIKNDFTPEEEEEVRRENQWAFE                   
>Acoe_068_00047                                                                 
MSTKMVTLNSSDGESFDVEEAVILQSQTIKHMIEDDCADNGIPLPNVTAKILAKVIEYCKKHVEVEGQSIEQEELKSWDA
DFVRVDQATLFDLILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFE        
>Acoe_069_00030                                                                 
MRQSNVQVEETFMLQSKVLMDMIELGCADDNIPLQDVTADILAMVIEYCKKHVVNANNKKEFDVDESLKKWDADFVDVDL
RTLYDLIYKFADIIKYKSISEIRKIFHIQNDLTPAEEEEIRTTNPWAFGN                              
>Acoe_075_00027                                                                 
MSKKVTLKSSDGESFDVDEAVAIESQTIKHMIEDECADDGIPLPNVTSKILAKVIEYCKKHVESPKTEDRSVDEELKTWD
TEFVKVDQATLFDLILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFE       
>Acoe_083_00058                                                                 
MTRRYLVTYISNAIPCQKFGFEILSTKKVTLNISDGESFEVEETVILQAQTIKHMIEDECADNVIEYCKKHVEGEGQSTE
EEELKTWDADFVKVDQATLFDLILAANYLNIKSLLDLTCQTVADMINGKTPDEIRKTFNIKNDFTPEEEEEVHRENQWAF
E                                                                               
>Acoe_100_00015                                                                 
MAKKVTLRSSDHKTFEVEEAVVFQSQTIKEIIQKPAVPLLAYIPLPNVRADILAKVIEYCKKQVDKSSTKKEDDAVDRED
LDAEFFKVDLLTLCDLLCAANQLQIQSLLDQTSQTIADQVRSLGVF                                  
>Acoe_104_00007                                                                 
MSTKMVTLNSSDGESFDVEEVVITQSQTIKHMIEDDCADNGIPLPNVTAKILAKVIEYCKKHVEVEGQSTEEEGLKTWDA
DFVKVDQATLYDLILAANYLNIKSLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFE        
>Bdis_1g20660                                                                   
MVQVKTSDNEIVKLPLEIAKQLRPIGDMIDGGGAASTLMTISLPEVHSANLARAVQYCEKHHAGGGGGDDEGVRIWDKEL
VGGLDSDGLYGLTTAASFLGLEGLLRLACQEVADRIAGKEPEQIRAMFNIANDFSTEEEAAMRSEAPWAFDD*       
>Bdis_3g00340                                                                   
MASDGEKKMITLKSSDGEEFEVEETVAMESQTIRHMIEDDCADNGIPLPNVNSKILSKVIEYCNKHVHAADATDAAAANT
SAAPAAPTDDLKNWDADFVKVDQATLFDLILAANYLNIKGLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEIR
RENQWAFE*                                                                       
>Bdis_3g08440                                                                   
MAGGGGSKMLTLESSDGHKFEVKEAIMAAASGTIRIMVEDDCAGGVIPLPQVTGRILSRVIDYCNKHYADPDAAAAAAAD
PFSSGDPVLDRFDGDFVGGLDQDTLFDIMVAANYLEVQRLLDLTCKTVADQIRGKTVEEMREHFHVVNDYTEEEEKAVRR
ENAFAFE*                                                                        
>Bdis_3g27380                                                                   
MDSIGADEKRKGKAPLLQADDVASAAAAKAAPEEEEEAVSMAEAKRSSSSEVKEREEKPMLVLLAQDGVEVRISEPAARM
SQMLRHMIEDCCAGYRIPTPDVYSDVLERVVHYCEKHGPYYDPQASERDRHPFPPFPVELTPAVSSIKPVTASRPGTRSS
STSTTPPSSRSRCHKFNWVGRHCNSIDHDLAQYAREVGVDGIRTGSLPRPVQTGHAANYLNIQDLLDLCTTTLADKMRGK
TPEEIREIFEIENDYTPPQEAEVRRENSWAFED*                                              
>Bdis_3g38770                                                                   
MAAESGAAETKMVTLISQDGESFELSEAAASLSRTVALSMEDDDCAGGNIPLPNVDAKTLAKILEYLNKHAPAAAASGDS
TEAAAATSGEGSEAAAYASKSKEEEEMKSFDAEFIDVDLTLLYNLFMAANYLDIKGLLDLCAQKVADMIKGKKPEEVREI
FGIKNDFTPEEEAEIRKENAWAFE*                                                       
>Bdis_3g43760                                                                   
MAESDTKKMILLRSSDGKEFEVEEAVAKESRTILHMIEDDCADNGIPLPNVDAKILTKVIEYCKKHAAAADPSAADSNST
AAADLKEFDADFVKVDQAVLFDLILAANYLDIKGLLDLTCQTVADMIKGKTVEEIRTKFNIKNDFTPEEEAEIRKENQWA
FE*                                                                             
>Bdis_3g60890                                                                   
MSTAAKPKMLALESSDGEQFEVAEEAMGKASAMIRGIIDEGCDDEPIRLPQVKGPVLARVLEYVNRHFADPNDVLAASFH
IPNADDPIKRFDDAFVQVDQETLFDLIDAANYLDIQSLLDLTCMTVADQMKGKSLDEIRKHFHIVNDYSKDEEEDVRREN
SWAFE*                                                                          
>Bdis_4g09080                                                                   
MAAPAPAQHREAEEEAEEMAGVVKLISAEGFEFFVDKKAAMVSNTLRNMLTSPGGFAETREGEVRFPEISTAILEKICQY
FYWSLHYSSGKETAEFPIEPEITLELMMAANYLDT*                                            
>Bdis_4g19510                                                                   
MAAMAAEGEKKMITLKSSDGEEFEVEETVAMESQTIRHMIEDDCADNGIPLPNVNSKILSKVIEYCNKHVHATAAAKAAN
PSDGDANPAAANNSSTTAAPGEDLKNWDADFVKVDQATLFDLILAANYLNIKGLLDLTCQTVADMIKGKTPEEIRKTFNI
KNDFTPEEEEEIRRENQWAFE*                                                          
>Bdis_4g36540                                                                   
MAEAEADKMLTLLSSDGVTFDVKESVAMESQTIKNMIDEGCTGIIPLPNVSSKILALVNEYCSKHVLARAAAGADGDAPA
DATAPTSKAADDELESFDAGFVKVDQTILFELILAANYLDIKGLLDLTCQAVADIIKEKTPEEIRKVFNIENDFSEEEEA
AVRRENQWAFE*                                                                    



>Sbic_02g031280                                                                 
MAAEAAAAGKEKMLTLISSDLEKFEVEESAARESRTIGNMIEDSCADNDIPLPNVNARILAKVIVYCRKHASARGGTDAG
DAEPTAATNKASEDELKTFDAEFVKVDQATLFDLILAANYLDIKGLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEE
EEEVRRENQWAFE*                                                                  
>Sbic_02g039840                                                                 
MAAEKGVEAAEKGATAAEKGQMGVEAADEEKGARAVEKGQAGVKAVDEEKGATAEGKTATAVEKGEEDSAAADEEQEGAT
EEGKGKKRETAAVEKEPTADWEVGWKWKVAATAAGGEEGPQPRRERRRWRSTRKDRGVAAEKEKKEEDAAAATEGGGEKT
VFFFSAAAAGKMITLVSSEGQPFRVSEAAARLSVVLADMIDNGCAGGNIPLPNVDDRALATVIKYCDKHAAAEPGSNHGA
ADEGGGSSSSGGNTAASKKALDEWDRKLVEDLTQDALFDLITAANFLDIKGLLDASCQKVADMIVKKTPAQLRTMFRIAN
DFTAEEEEEIRKESPWVFDVEEDDEEGED*                                                  
>Sbic_04g000330                                                                 
MASEGDNKKMITLRSSDNEEFEVEEAVAMESQTIRHMIEDDCADNGIPLPNVNSKILSKVIEYCNKHVHAAAKPAEGADA
NAAAAAGGGEDLKNWDAEFVKVDQATLFDLILAANYLNIKGLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTQEEEDEI
RRENQWAFE*                                                                      
>Sbic_04g023580                                                                 
MASEKKVVFLRSSDGEAFEVSEEVISAASVTIKGMIDEESPSRADTAATTTLAIPNVTAATLSRVLHYVNKHFDAAAVVG
RPDDYIFCAPGDEHPLARFDDDFVDVDNDTLIDLVHAAEYLHIKKLFDLTCKAVADKLKGRTIDQIRETFGIVNDYTVEE
EVEVYRENSWAF*                                                                   
>Sbic_05g012740                                                                 
MAAEGEKKMITLKSSDGEEFEVEEAVAMESQTIRHMIEDDCADNGIPLPNVNSKILSKVIEYCNKHVHAAAAAAAASKAG
SDDVGAAAANSTAASGEDLKNWDADFVKVDQATLFDLILAANYLNIKGLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFT
PEEEEEIRRENQWAFE*                                                               
>Sbic_0702s002010                                                               
MITLRSSDLEEFEVEEAVAMGSQTIRHMIEDDCADNGIPLPNVSSKILAKVIEYCNKHVHAAAADTTAASGDGEDLKSWD
AEFVKVDQATLFDLILAANYLNIKGLLDLTCQTVADMMKGKTPEEIRETFNIKNDFTKEEEDEIPSGAIAFLLIRHCLAA
LHRLSVNADPKARAPAAPRHRQPQPAAAAAKPKQQQQQASLIAAVKKEAQQQVRCWPAASTRRSWWAAAALAPVPRQAHG
QLTCRCQESSISTRVFPCGCPSDGISIDMVGSTTFKQ                                           
>Sbic_07g021450                                                                 
MAASSEAEKTKKMVTLRSSDSEEFEVEEAVAMESQTIRHMIEDDCADNGIPLPNVNSKILAKVIEYCNKHVHAAAAQHAG
LAAAAYDGEDLKSWDAEFVKVDQATLFDLILAANYLNIKGLLDLTCQTVADMMKGKTPEEIRETFHIKNDLTEEEEEAIR
TENRWAFE*                                                                       
>Sbic_10g008840                                                                 
MPPPREHHQPQEEEDDDDTAGVVKLISAEGFEFVVDKKAAMVSNTLRNMLTSPGGFSETRQGEVRFPEIPTHILEKICQY
FYWSLHYSSGKETAEFQIEPEITLELMMAANYLDT*                                            
>Sbic_10g026480                                                                 
MAAAAGSGGGSSSSSSGEEKTIVLVSSDIRARFEVREAAALLSKTVRRMIDEAGADASGDDGILLPEVDAKTLAKVLEYC
NKHAPAGSSSSAAEEDLERFDREFMHVDLGTLYSLTTASSYLKIEGLLNLTCKTIADMIKGKTPEQIRKMFGMTNELTTE
EEDEVRRENTWAF*                                                                  
>Osat_LOC_Os02g01160                                                            
MAAAAEGEKKMITLKSSDGEEFEVEAVGMESQTIRHMIEDKCADNGIPLPNVNSKILSKVIEYCNKHVHASADDSTSSAD
LKNWTPTSSRSTRPPSSTSSW*                                                          
>Osat_LOC_Os06g02360                                                            
MSSWHLIGNQSPNVGRLRDRSASEFAVDQFRHLSARVTSSMAAAAEEKNKKMIKVISSDGEAFEMTEAAASMSRILLHMI
EDGCTGDGGAGITLPNVAGSALAKVIEYCTKHAIAAAEGSSSSRKAKEELKKFDVEFMEVGIDMLYDLIMAANFMGVEGL
LSLAAQRTAELIKGKSPEQIREMFGIKNDHTPEEEEQIRKEYEWAF*                                 
>Osat_LOC_Os07g05150                                                            
MAADKKEVADDTILLISSDGEHFNVPSAAASLSQLVSNMIENDCTTNGVPLPNVASKVLAKVIEYCVKHAAAAEDEEKEL
KSFDAEFMIDVDKNMLYGLLLASNFLNIKSLLDLCCQHTANLIKGKSPEQIRKEFGIKNDFTPEEEEIRKENTWAFE*  
>Osat_LOC_Os07g05160                                                            
MAAAAAEATTDGGGKMIILISADGKRFEVTEAVASQSQLISNMIEDDCTENGVRLPNVDGDILTMVVDYCNMHAGDAAAA
GDTMKASSTEEELKKFDAELVQALENPVLFKLILAANFLNIKSLLDMTCQRVADMMSGKTPEQMRETFSIENDFTPEEEA
AIRQENAWAFDD*                                                                   
>Osat_LOC_Os07g05180                                                            
MAAEKKEVADAAAGSGSDTILLISSDGEHFNVPSAAASLSQLVSNMIEDDCTTNGVPLPNVASKVLAKVIEYCIKHAAAG
EEEEKDLKSFDAEFIDVDKNMLYDLLLASNFMNIKSLLDLCCQHTANLIKGKSPEQIRKEFGIKNDFTPEEEEEIRKENT
WAFE*                                                                           
>Osat_LOC_Os07g22680                                                            
MEADKSGEGEKAGGKTISFRCSDGQAFHMPVAAAMLSTAIRKMFDKYPSIDHGGVIELPHQISSGIFPKVKEYCTKHAKV
DDKGNPTVSTNTGAAAAASSSSTDDEEEDLKNWDKEFVNMEVKPLHDLLLVAHLLDIKGLFHITCRKVADMLKGKTSEEM
RQILNIRNDFTEEEDKAIKEQNPWVFPDPE*                                                 
>Osat_LOC_Os07g43180                                                            
MAAGKGKGKEGECDMAAAAAEAEKKGEGSTVSRGAAGERVVEDSGGGRRTIHLKSKDGKQHDVTEASARLSKTIAGMILA



GGGGGGADQCIPTPDIDHDTLRVVMQYCDKHAADDADEEDLKEWDEDFVDELDQDALFDVIAAANYLDIDGLLDLTCKRV
ADTIKGKTPEEIRKEFNIVNDLSKEEEEEIRRENPWAFEQ*                                       
>Osat_LOC_Os07g43200                                                            
MITLKSSDGEPVEVTEASARISKVIGDKIDAGRGGEAIPLPHVDKKTLKKVIEYCDEHANENSDTDEQKEELKNWDKAFI
DELDEDDGSFLFLVLLASSYLKIDGLLDLTYQRVADNSKAKTTEEIRKTFSTIEIELSDKEEEEQQQEEEIRPENMKKKT
ATAMMIVTPRPTVTTVPVAGEEVAGGTTTTTPGLIKTGDAGIETTTIGMNGDETLGVAAANNVRLIKTTAVNAHAPRASA
TGEGTVTMAAGVITLVPPTWTTSPILSTPSHTWQRSLCLPASRSFTPRKSRRDQLLRLALVADKAMAAPPPTAMEDLAIR
SSTGTEAWFSGTAWKPVPVARVFGRIREALPATPAVETPTTYQQIEEALMRLELAAAAARTPGDDTLLPQPMSPAPLAAS
PPRRLEDLASDAVADKILPAPLPGALLPQEMTHMPATPPLSALEPGSLPERASSPCAIAGLFTSPPPAIIASPLRSTLPC
LRPVVLTRKVKLRPRQHSQAIRRSEHLAKQPARPMMERCQRILFRRLGILHDEEDASVERVLSQYMAMFDGPLPPHAIAA
LTAIFGLDDDDECAMDASLLPLVGEGITDVADELACRRWPACRLPSISMEPQLLEHMSMSHSLDFISWNVRGLNSPAHCN
TVHEMMLDTKCNLACLQETKLQNIYDGLARFLGGYKLDSFAFKPATGTRGGILILWNSAVLVLQDIRIGRFSISAQVTVP
LTGATFLMTGVYGPTRHRLKDGFLRHIRRLKPNAGEGWLLFGDFNMIYRARDKNNGNLNLARMRRFRATIDRCELREIPL
QNRRFTWSNERQRPTLVKLDRCFCNENWDLAFHHHVLHALPTGPSDHCPLVLSNPAAPRKPRPFRFENFWTRIPGFKDMV
KASWTQPSPHTEPMHRLNYKLQRTASCIKTWAKSLFTEVKIQFHMALDVIQRLDVAQEHRDLSGPELRLRAALKRKTLTL
ATIERARKRHASRLTHIREGEANIKFFHLRVNARRRKNSIQRPSKENGWAVTHDEKEMTILDHFAHLMGRPGPRPNELNW
EALDIQPFDLSTLEEPFLEQEIHQAIKEMPVDKAPGPNGYTGIFFKICWDIVKEDVSLVFNSIFNLRYASLGLLNSANIV
LIPKKEGAESVSDYRPINLIHSIAKIFSKLLALWLRPHMHSLVSINQSAFIKGRSIHDNFLFVRNMARRFHRTNRPMLLF
KLDITKAFDSIRWDYLMALLQRLGFPVKWRDWLDDAAIFVNPTRGDVQALTEILQRFGTATGLVTNFQKSQVAAIKCNNI
DLDDVLEGVPAAGTGDITGGKCKVNWTKTCLPIRQGGLEVLNLERFMRALRLRWLWHEWKDPNKPWVGLEIPCDEVDKSL
FAASTKITIGDGNIARFWDTAWIDGRRPKDLMPLVYAISKKRKKNLRQGKENDAWVGDLALETNPVITVALVEQLVALWT
AVCNVQLEEEESDQIAWKFTPHGHYSASSAYKAQYTRRIWNLVATWVGFHQLEPRRWGVAQSVKDWWEMLASVSGVPKKG
LRTLILLIVWEVWKERNRRIFDHKEATTSYLLSKIKEEAGMWALAGAKRLGEIISQFV*                     
>Osat_LOC_Os07g43220                                                            
MAEEKGKAVMPMEVDQVEDEREAETVVEAVQKAVYDALEKVEMMEEEGEAAVAEAADKLLEEAVEKAVTEALEEAGWDAA
EKALSDDLEKVSLEAESARMITLESSDGEVVKVKEASARLSKTIGNIIDDGRGDEAIPLPDVSYKTLKKVVEYCDKHADE
KSDTDEQKEELKNWDKAFIDELAEDDDSLVKVIMASNYLKIDGLHNLASQCKTTREQIGKA*                  
>Osat_LOC_Os07g43230                                                            
MASKAAGILVVPGAVGVGNALLEAFAKVAVEKKDEVATVSELVRKLVSEGVAEEVAVTEALEHPVFDSPEKVVPEVAEEE
ESGGRMITLKSLDGKTVKVKEASARLSETIGNLIDDGRRRGDETIPRLFVSYKALMKVIEYCDEHANNKADTDERKEELK
NWDKAFIDKLDEDNILFVEVLAASNYLKITGLSKLTDQRFVDPFNTSNKTPDAEETRVNLIPANTSATASTSRPSTSTSS
PSTSTSASHSATRRGRGRRRH*                                                          
>Osat_LOC_Os07g43240                                                            
MQRPPRRRRRTRLRLRAAPLTRTREPAAIYRRPHLLPAIAKVISFRERARERERERVRVSQVMATGNGEAAVVEKEGEGT
MVPEALEKKVVLDAAEKEEEEKDSEAEAEAEARISKLVGDMIDNVCADHGIPLPKVDIKTVRKMAEYMNKHFAITNKEEL
KIWDEGFINELDGDEDKYSLFKIIRASERVGFYGLLDLASDMVARKIKAGKAIDEIRKFLGVEKDFTKEEEEKIRRENAW
AFEE*                                                                           
>Osat_LOC_Os07g43250                                                            
MATGSGAAAAAAADAEEKESGSRMITLTSNEGKAFVVTEASARQSATIRSMVDDGGCVDKGFPLPNVDSKTLARVIQYCD
EHGNKEPHTVDERAALAKFDRDFIAELDADKAFLYDVTMAANYLHIQGLLALTTQCVADTIKGKTPEEIRTAFGIEYDLT
AQDEKEIKEEDTHA*                                                                 
>Osat_LOC_Os07g43260                                                            
MEGEDAVVPEAVAADAEKAEEKESGSRMITLKSNEGKAFVVTEVSARQSTTIGHMIDDDCTREAVPLPNVDSKTLEKVIE
YFDEHANNKADTDDEKAALDKFDKDFIGELDGDKAFLFHVTMAANYLHAQGLLDLTTQCIADTIKGKTPEEIRTAFNIAY
DLTEEDQEEIKEEDAWAF*                                                             
>Osat_LOC_Os07g43270                                                            
MAAAAAAAAEEEEEKESGSSRMITLKSNDEKLVEVTEASARQSRAIANLIDDGCADVIPLPNVDSKTLAKVIPYCDEHGR
ANSGTDEERAALGRFDADFVGELDKDKASLIDVIMAANYLNIQGLLDITCQRVADTIGSATAEKIREAFDIEDDLTEAEK
KEIREENAWAFDGIPCLLVGIWFDGGIPIQEIRLQICNISQWSVLDRSGNAFPAREFALGASLVLLAWIVVRIELRMGKK
HRCDFI*                                                                         
>Osat_LOC_Os08g28780                                                            
MKHAFPSKETRDPTKTDSDSDPAVLLPNVTAIVLAKVVEYFNKHAAVNPKASATDSSTKTSAPKASKEELKSFDAKFVNV
DKTMLVGLILAANYLNVKDLLDLTCQHAVDLIKDMTLEQVREVFNIVNDFTL*                           
>Osat_LOC_Os08g28800                                                            
MAATADNGEKMILLISSDGERFELSEAAASQSKTLSHMIEDDCTDNGVPLPNVTAVVLVKVVEYFKKHAAVTPKPATEAV
VADKAKREEELKSFDAEFVDVDRTMLFELILAANFLNAQDLLDLTCQHAADLIKDMSVEEVREVFNITNDFTPEEEAEVR
KENAWAFDN*                                                                      
>Osat_LOC_Os08g28820                                                            
MAATADNGEKMILLISSDGERFELSEAAASQSKTLSHMIEDDCTDNGVPLPNVTAVVLAKVVEYFKKHAAVTPKPATEAV
AADKAKREEELKSFDAEFVDVDRTMVFELILAANFLNAQDLLDLTCQHAADLIKDMSVEEVREVFNITNDFTPEEEAEVR
KENAWAFDN*                                                                      
>Osat_LOC_Os09g10200                                                            



MAAANDGADAGDSKILLISSDGQHFQVTEAEASMSKLVSNMIEDDCTENGVPLPNVASNVLAKVLDYCKKHAAAAAAAAE
DVAVKDQELKSFDASFIDVDNTMLFGLILAANYLNVPSLLDLACQHTADLIKGKTVQEIRDTFGIVNDFTPEEEEEIRKE
NEWAFEN*                                                                        
>Osat_LOC_Os09g10230                                                            
MASAAVAADGAADGKKMILLVSSDGVKFELSEAAASLSKTLGNMIEDDCATNGAIPLANVAADILAMVVEYCNRHAAAAA
NASGQEELIRKFDAEFVNIDRKKLFGLINAANFLNMPCLLELTCQRTADLIKDMMPEQVREVFGIENDFTPEEEAEVRNE
NAWAYEM*                                                                        
>Osat_LOC_Os09g10260                                                            
MAAVKEGADAGDSKILLISSDGQHFQVTEAEASMSKLVSNMIEDGCTENGVPLPNVASNVLAKVLEYCKKHAAAAAAEDV
AVKDQELKSFDASFIDVDNTMLFNLILAANYLNVPSLLDLACQHTADLIKGKTVQEIRDMFGIVNDFTPEEEEEIRKENE
WAFEN*                                                                          
>Osat_LOC_Os09g10270                                                            
MAASAAAADGAADGEKMILLISSDGAKFELSEAAASLSKTLGNMIEDDCATNGAIPLANVASDILAKVVEYCNKHAAATA
TATAAAKASGEEELSKFDAEFVSVDRKKLFGLINAANFLNMPCLLELTCQRAADLIKDMMPEQVREVFGIENDFTPEEEA
EVRNENAWAYEM*                                                                   
>Osat_LOC_Os09g10300                                                            
MAAADGTTGEEVKKTIDLVSKDGERFEVARDAALLCKTLRWMIKGGYGRIPLPNVASPILARVVDYLARHAAAAAAMDDD
GLDRFDRDFLAGVDQDTLFDLLLAANYLQADGLLDLACKKVAAMMTGKSPEQMREIFHIVNDLTPEEEKEIREDIAWALN
*                                                                               
>Osat_LOC_Os09g36830                                                            
MAAEAETKAMITLRSCEGQVFEVAEAVAMESQTIRHMIEDKCADTGIPLPNVSAKILSKVIEYCSKHVEARGGAAAAADG
DAPAPAAVEANKAVEDELKTFDAEFVKVDQSTLFDLILAANYLNIKGLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTP
EEEEEVRRENQWAFE*                                                                
>Osat_LOC_Os10g30200                                                            
MASTTAAAEDHKGKRPLPPEEADEAAAAPPPAAAEEEGEKLVLVSDDGVEVLASVAAARVSKTLRGMIEDECATGAIPIA
GVHSDVLALLVEYCERHAPHYDPEASDRDRYPFPPFPVELPPTASSIKPVTFVDPDADPHGLKAFDKKFLDVDNSTLFEI
IMAANYLNIEELLDDACTAVADKMRGKKPEEIRDIFEIENDYTPEQEAEVRRENAWAFED*                   
>Osat_LOC_Os11g26910                                                            
MAAEGEKKMITLKSSDGEEFEVEEAVAMESQTIRHMIEDDCADNGIPLPNVNSKILSKVIEYCNKHVHAAAAAASKAADD
AASAAAAVPPPSGEDLKNWDADFVKVDQATLFDLILAANYLNIKGLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEE
EEEIRRENQWAFE*                                                                  
>Osat_LOC_Os11g48030                                                            
MLRKGEAPGHQTPPHLHKDDGDDDDDAPSGFVKLISAEGFEFVVDKKAAMVSNTLRNMLTSPGGFSETREGEVRFPEIST
PILEKICQYFYWSLHYSSGKETSEFQIEPEITLELMMAANYLDT*                                   
>Smol_XP_002987988                                                              
MVKVTLKSAEGDVFEVDEELALESLMVKNMIEDVGLDSAISLPNVSSTILAKVIEYIKFHMDAQKDGSKKTSEEIKAFDD
DFVNVGIPTLFEMVLASNYLNVKSLLSLTCNTVANMIKTKPPAEVKEMFTSAKQAKA                       
>Smol_XP_002980633                                                              
MSTKVKLRSSDGEMFEVDEAVALESQTVKNMIEDTGSDAPIPLPNVPSKILAKVIEYSKYHVDAQKSGDDSKVVPTEEEI
KAWDAEFVKVDQATLFDLILAANYLNIRNLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFE   
>Smol_XP_002977511                                                              
MVRKEDTVTLISAEGFEFIIDRKAALVSNTLKNMLTSAGSFTETELGEVRFPEISTPILEKVCQYFYWSLQFASGKETEF
HIEPEMTLELLMAANYLHT                                                             
>Smol_XP_002972943                                                              
MAKVTLKSAEGDVFEVDEELALESLMVKNMIEDVGLDSAISLPNVSSPILAKVIEYIKFHMDAQKDGSKKTSEEIKAFDD
DFVNVGIPTLFEMVLASNYLNVKSLLSLTCNTVANMIKTKPPAEVKEMFTSAKQAKA                       
>Php_XP_001784798                                                               
MLSKSQTIKLVSAEGFEFIIDRKAAVVSNTLRNMLSSSGNFTETELGEVKFPEISTPILEKVCQYFYWSLQFSSGKETEF
HIEPEITLDLMMAANYLHT                                                             
>Php_XP_001764507                                                               
MAFPRKNETVKLVSAEGFEFIIDRKAAVISNTLRNMLSSAGNFSETELGVVNFPEISTPILEKVCQYFYWFLQCSNGKKT
DFHIEPEMTLELMMAANYLHT                                                           
>Php_XP_001761524                                                               
MAEQRVKLRSSDDEMFEVDEAVAFESQAVKNMIEDTGKDAVIPLPNVSSKILAKVIEYCKYHVDNQKQGEDKPPASEDEI
KAWDADFVKVDQATLFDLILVRNWASVWFNIKNDFTPEEEEEVRRENQWAFE                            
>Php_XP_001757489                                                               
MAEKRVKLISSDNDEFEVDEAVAFESETLRNMIQDTGTNVPISIPNVSSDILAKVLEYCSYHAETMETHDDKPPITDAQI
REWDADFVDVHPATLYSLILAANYLNIKNLLDLICQAVANNIRGKTAVEIRKILHIQDDFTYEEEMEIRRETKWAFD   
>Php_XP_001753554                                                               
MAEQRVKLRSSDDEMFEVDEAVAFESQAVKNMIEDTGKDAVIPLPNVSSKILAKVIEYCKYHVDNQKGATDDKPAASEDD
IKAWDADFVKVDQATLFDLILAANYLNIKNLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFE  
>Php_XP_001753031                                                               



MAEKRVKLKSSDDEMFEVDEAVAFESQAVKNMIEDTGIDAPIPLPNVSSKILAKVIEYCKYHVENQKPSDDKQATPEEEI
KAWDADFVKVDQATLFDLILAANYLNIKNLLDLTCQTVADMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFE   
>Crei_XP_001700238                                                              
MPKQTVKLVSAEGYEFIVDYKAACVSNTIRNMLSSQGSFTETELGEVKFPEISTPILEKVCQYFYYKLRYQNSTTKNIPE
FKVAPEIALELLMAANFLDT                                                            
>Crei_XP_001690964                                                              
MATKVKLMSSDAQMFEVDEDVAFQSQTVKNLVEDAGTEDAIPLPNVSGRILAKVIEYSKYHVEAEKKGADDKPTKTEDDV
KRWDDEFVKVDQATLFDLILAANYLNIKGLLDLTCQTVAQMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFD   
>Vcar_XP_002948468                                                              
MPKQTVKLVSAEGYEFIVDYKAACVSNTIRNMLSSQGSFTETELGEVKFPEISTPILEKVCQYFYYKLRYQNSTTKNIPD
FKVAPEIALELLMAANFLDT                                                            
>Vcar_XP_002947872                                                              
MSGSKVKLMSSDTQMFEVDEEAAFQSQTVKNLVEDAGTDDAIPLPNVSGRILAKVIEYCKYHVEAEKKGADDKPMKTEDE
VKRWDEEFVKVDQATLFDLILAANYLNIKGLLDLTCQTVAQMIKGKTPEEIRKTFNIKNDFTPEEEEEVRRENQWAFD  
>Cvar_EFN54040                                                                  
MTEKVKLLSSDTQHFEVDAEVAKQSVTILNTIEEIGSDEVIPVPNVNSKILSKVIEYCSFHVAAEKKDEHGKTGKTEDEI
KAFDAEFTKVDQGVLFELILAANYLNIKSLLDLTCLTVANMIKGKTPEEIRKTFNIENDFTPEEEEEVRRENQWAFE   
>Cvar_EFN53293                                                                  
MSAAEKKVVKLISAEGFEFVVDYDAACVSNTIKNMLNSQGSFIENEQGEIRFPEITTPVMEVVCKYFYYKLRYANTASKS
IPEFKVAPEMALELLMAANYLDT                                                         
>Otau_XP_003082270                                                              
MSAPALDPSTPITLVSREGVEFTVTLGALRVSGVLSRLFASADARDFEEQRTRTVRLRDVSTAIVRKIVEYCEYRQTYEG
SNKAPPPFEIAGEDAIELLMTANFLDV                                                     
>Mpus_Micpu173604                                                               
MADDENQQVTLMSSDTEKFMVDQEVAFESETIKNMIEDTGVDAPIPLPNVSSKILAKVIEYCKYHVGGKKSETSEDEQKT
FDSEFVKVDQATLFELILAANYLNIKSLLDLTCMTVANMIKGKTPEEIRKTFNIRNDFTPEEEEEVRRENQWAFE*    
>Mpus_Micpu183251                                                               
MVKNTKFVTLVSAEGFEYVVDYEAACVSNMIKNMMTSAGGFSELESNRVTFPEIKGAILERVCQYFYYKLRHTGSKEALP
QFHLPPEQALELLLASNYLDC*                                                          
>Cmer_CMP118C                                                                   
METADGASEAPLIPGYRGGRVIRLRSAEGEVFDVEESILKVSNVIRNLLEDVADSDESGILLEDIDAKTLAKVIEYCRYH
AQPNRPKGERTLWDRDFLRVDQSLLFSLTLAANFLDIPSLLDLCCRHIADMIRGKTPEQIRATFNIENDFTPEEEAQLRA
ENSWAETDSH                                                                      
>Cpar_10062Contig52953                                                          
MALSECKELVAGRSPSPKCKELVPKSADLEGVSVLVRTSDGKDFTLPASTAFASAYIRNEFENGSPTKRIDLPKVNASTL
EKIIEFLEFHAKKDLSEMHRKQFNEKYTRMDTGRLCELASSAHALDIKALIHLTCRAIARRIEGKNPDIRETFNIQNDLS
LEEQYAPIPFGLEDARVRLLNQLYAKKRRELEDSKRPQLTAPEPKDIQLRPVDEVLAFINDSKPAASADKEKKKKKSTGD
KKKKDDAASSSGAGNGRESTSKLSYSTSSQPDGAEPSSSGGDAGEPGSSGTHSFEDASGISGDSHIASLGQTGEAADSGD
PAIALVSLQQEVFSLRQRKAEIHAIVQQLEQEMKAVDARLNYLQDSTFNACLSLSSLFYGSNLQQAALLQQF*       
>Cpar_20146Contig25596                                                          
MSEAAAPAVASTSASPAPEDKPPIEFVKLISAEGHEFIIEKRAAMISNTIKNMLNTPTFVENARGQIELPDISTPVLEKA
RVCQYFHYKLRFSNTPPPFQEFKIEPEITLELMMAANFLDT*                                      
>Cpar_30907Contig8588                                                           
MVKLKSQSEEIYEVEKEVACMSTTIKNMLETGSDAPIPLPNVSSPILQKVVEYCRYHTTLAKNQSEDDQKTWDKEFIKVE
QGPLFELILAANYLDIKPLLDLGCMTVADMIRKTPEEIRRTFNIKNDFTPEEEEEIRKENAWCEER*             
>Esil_CBJ48849                                                                  
MATESGSSSRVQKTTSSDGAVGSARTTRTDTGASSSGAVTLVSMDGDGFVVEASAIEVSKLLKAMVDGPTENAAKEIPLT
NMRSNVVAKVVEFCQHHQTDPMTDIPKPVQFGKTVGDHVQEWYSTFVKALKDEMLFEMLLAANYLDLSPLLELCAATVGL
RAMNKTPEEIQREFNIKEPFSPEVERTLRQENKWSTEPPIGS                                      
>Esil_CBJ48672                                                                  
MSALEEKSQAADAPADETEDTRSVHLVSQEGESFDIKVSVAKMSNLVKTMIDEDAEEDGDAQEIPLPNVKASVLSKVIEF
CAHYKEDPMNEIEKPLKSANMHDVVQEWYAKFVEVQQETLFELILAANYMDIKPLLDLTCATVASMIKGKTAEEIRKTFN
IVNDFTPEEEAQVREENKWCEDA                                                         
>Esil_CBJ30221                                                                  
MATEDQEFVKLVSAEGAEFWVDRKCAMVSGTIKAMLSGGFGEAASGQVHFAEISTPILEKVIQFVYYKVRYTNSATRIPE
FHIEPELALELLMAANFLDC                                                            
>Ngad_00639                                                                     
MSELVKTMLPDDDDSSETQEIPLPNVKNNVLAKVIEFCKHHKEDPMNDIEKPLKSANMHEVVQDWYANFVNVDQELLFEL
ILAANYMDIKPLLDLTCATVASMIKGKTPEEIRRTFNITNDFTPEEEAQVREENKWCEVRVAD                 
>Ngad_05454                                                                     
MEDDASKYVKLISAEGHEFIVDRKCACVSKTIEAMLAGNFAESKGEINFPEISTNILEKVIQYLYYKVRYTNSPQKVPDF
KMEPEIALELLMAANFLDC                                                             



>Aano_F0XYF9                                                                    
MSQEGDQFEVEVKVAKMSELVKTMIPEEADEEEEAQEIPLPNVKSHVLAKVIEFCRRYAEEPMSEIEKPLKSANMHEVVQ
EWYANYVDVDQELLFELILAANYMDIKPLLDLTCATVASMIKGKTPEEIRKTFNIVNDFTPEEEAQVREENKWCEEA   
>Aano_F0YER3                                                                    
SAEGHEFWVDRKCANTSGTIKAMLSGPRGPRQFTESSGEIKFPEISTPILEKVIQYFYYKLRYTNSQVRIPEFQIDPEMA
LELLMASNFLDC                                                                    
>Ptri_XP_002177267                                                              
MRDAEAIAFVKLVSADGHEFLMARTVAIASSKTIRLMLEGSFREAQDNVIRFPDIAGYVLERVVKYLHYKTQHSTSTSRI
PEFAIEPEVALELLIAAKYLDC                                                          
>Ptri_XP_002176839                                                              
SKEGDAYEVPMAVAKMSVLVADTFDADEDDDEAEPVKDFPLPNVTSGVLEKVIEFCKHFQEEPMTTIQTPLKSSKLEDLV
QQWYADFVKVPKTLLFDLVAAANYMDIKPLLDLTCLAVSILIKGKSAAELRSMFNLSDELSHEEEAQMAQGNQQFADR  
>Ptri_XP_002176583                                                              
MMDVEQETTVNLISKDGDSFSVPLAVAKMSELVKGMIDEDAEDEGDKIEIPLPNVKSQVLNKVIEFCEHHLQEPMTEIEK
PLKSQVMADVVQKWYADFVDVEQVLLFELILAANYMDIKPLLDLTCATVAGMIKGKTPEDIRQTFGIQNDFSPEEEAQVR
EENKWCEEA                                                                       
>Ptri_XP_002186187                                                              
MGSETITFISNDKQEFDLPFEAAKTAGLVEDFFESSDDNEENNDGGKPNRREMEFPRVEGRILSLIVDFLKHHNEEQMKE
IPVPLGGSTFDEVMDQEWYKEFAHALSQNKTLFEVLTAANYMNIKPLLDLACLEITFKLTGMSAEQVRVYLNLPQLTAEQ
EAEARERHPWIFESH                                                                 
>Tpse_XP_002290890                                                              
YIKLISADSTTFYLQRRIALQVDTIKAMLDGNFRESEEGVIRFPDIGDSALEKVVRYLHYKDKWSNSSARIPEFDIAPEE
VSLELI                                                                          
>Tpse_XP_002294707                                                              
SKEGDTFPVDIEVARMSELVKGMLEDDADDDEEATEIPLPNVKSTVLKKVIEFCKHHRSEPMTEIEKPLKSAAMAEVVQK
WYADFVNVEQVLLFELILAANYMDIKPLLDLTCATVASMIKGKTPEEIRKTFNIANDFSPEEEAQVREENKWCEEP    
>Tpse_XP_002294049                                                              
MDGDDAHGTVKLVSKEGDTFEVPIEVAKLSNLVVTTLGEEDDYDDDDDNMVEIPLPNVKSSVLAKVIEYCTHYNQDPMTP
ITTPLKSNRIEEIVQEWYAHFVDVEQILLFELVTAANFMDIKALLDLTCLAVSVLIKGKSAEEIRRIFNISNDFSPEEEA
QVSKENQFTDGTSSSS                                                                
>Tpse_XP_002288706                                                              
IKLISRAGDSFELPYAAAILSQTVKDAQSCEDDEENENPDDVEIVKVESRCLEKVVEFLVHHLEEPLAEIKTPLEDNTFD
GVVKQQFYRDFVKGVDQPMLFDLVTAANFMAIQPLLDLTCLQVSCQLMGKSADEIRTILNIPQMTPEEEAKARQEHRW  
>Pinf_XP_002907933                                                              
MSDAAAPAQDTPRQEEDSRKVNLVSMDGDSFEVSRGVAAMSELVKTLISDDADDDEVQEIPLPNVKSPVLSKVIEFCSHH
HNNPMREIEKPLKSADMHDVVSDWDANFVDIEQEILFELILAANYMDIKSLLDLACAKVASMIKGKTPQEIRETFNIVND
FTPEEEAQIREENKWCEEA                                                             
>Pinf_XP_002898672                                                              
MAPSTKMKVKLVSMDGEAFEVDTSVAVMSELVKTLVADDQEEGGEVQEIPLPNVKSHVLAKVVEFCRHHKDAPMAEIQKP
LKSNVLSESIDAWDAKFVDLEDQELLFELILAANYMDIKSLLDLSCAKVACMIKGKTPEEIRATFGITEEFTEEEQQRIL
EENVDRGRVTSHIGTNQAGRVL                                                          
>Pinf_XP_002895571                                                              
MAQETGDAATALDMVKMISAEGHEIYISRKCAMVSGTIRAMLSGQFTESKGEITFPDISAPILEKVSQYMYYKTQYSDST
SRLPEFIIEPEIAMELLMAANYLDC                                                       
>Tgon_XP_002369572                                                              
MSKERMGDARKVTLVSQEGDEFDVDIEVASMSALIKTMVEEDSDCQESIPLPNVDTCILKKIIEYCEHHHNNPPEEIPKP
LKSSNLAEVVSEWDYQFINENSDQKILFALILAANYLNIKPLLDLSVAKVATMIKAKTPEEIRRIFNIVNDFTPEEEAQV
REENKWCEDA                                                                      
>Pfal_Q8ID38_Q8ID38                                                             
MKNDKIKLVSFEGDEFIVDKNTASMSTVIMNILEVMTAEEDTIPLPNIKTPILKKIIEYMEYHINNPADEIPKPLITSNL
QDVVSSWDFDFVNTDKETLYELIEASNYLDIKPLLDLTCGKIASMMKDKTTEEIRAEFDIVNDFTREEEKQIREENRWCG
DI                                                                              
>Ptet_A0BP50_A0BP50                                                             
MKFITQDGQAFEITENTLKYCSKVSNKNTETLNLTSINSSILKKVVQYCEMHKGDDIIPKIQKPLLSNNLYEVLSFKDAE
YITNLELEELLHIIQAAEFLGINTLVDLSCAQFAMKIRGKSSEYIKSCLSPKMHKTDEEFQMQRDNENLVKIQPMQSSD 
>Ptet_A0DJG2_A0DJG2                                                             
MENKVKLSTQDGVIIEVDKEVACKSHLINTIIDDTGSEEEIPLPNVKSSILNKVIEYCNMHRNDSPPEIEKPLRSNNLAD
CVEQKDADFINIPNLEELFDIILAANYLDIKSLLDLSCAKVATYIKGKTPEEIRKTFNIQNDLTQEEEQQIREENKWAEE
TS                                                                              
>Ptet_A0C581_A0C581                                                             
MSSAYITILSSNGIEFIVAKEIAGLSEIFKKQIANADMRGETQILSDFTADILEIVLQYLHYKNRWQLESPVNLPKFQIA
KEKALSVLQAAIALQI                                                                



>Ptet_A0EHN4_A0EHN4                                                             
MQFISQDGRTFKIDDKALKHCTKVSNTNLEVVNLTGIKSNILRKVIQYCQIHQNDAYIPKISRPLKSNLIFEVVDFQDAE
FITQLDFEEIFQIIQAAEVLGIDRLS                                                      
>Ptet_A0CRL7_A0CRL7                                                             
MSSAYITILSSNGIEFIVAKEIAGLSEIFRKQISNADMRGESQILSDFTADILEIILQYLHYKNRWQLESPINLPKFQIA
KEKALSVLQAAIALQI                                                                
>Tthe_XP_001013810                                                              
MERIDLQYFVQNSHIKLFIHNIQYIDTDAFFILYGCACFVNAIEGIALKIIATTQLAYSFLKRKFQIAAQNKKKDIKIQL
IKNSQMDKGSTKVKLLSLENEIIEVDEEVAKKSQLIKNMIEDTGTEDDIPIPNVKKEILLKILEYCEKHKNDNPPEIEKP
LTTSNLSELVDPYDAKFIDIENLEQLFEIILAANYLDIKSLLDLACAKVATLIKNKTPDEIRKTFNIPNDFTPEEEAQIR
EENKWAEEATS                                                                     
>Pmar_XP_002777755                                                              
MPAIGSVADEETVKLRSSQGEVFDVPTNVACMSNLIQNMVEDGGVDEEIPLPNVKTAILAKVIEYCKHHESNPPDEISKP
LKSTNLAECGVSDWDCGYVNIEQGMLFELILAANYMDIKPLLDLTCAKVASMIKGKTTEEIRQQFNIVNDFTPEEEAQLR
EENKWCEDA                                                                       
>Pmar_XP_002777664                                                              
MTSFTEMIHLRSSQGEVFEVESTVACMSNLIQNMVEDGGVDEEIPLPNVKTAILAKVIEYCKHHKENPPDEITKPLKSTS
LAECGVSDWDCEFVNIEQEILFELILAANYLDIKPLLDLTCAKVASMIKGKTPEEIRQQFNIVNDFTPEEEAKVREENKW
CEDA                                                                            
>Pmar_XP_002775708                                                              
MSKDLDVVKVRTSDGVIVPIPLKAARFSILVNNMIDDASDSINDEEIPLPNVTSKTLSKVVQWCEYHIDHPVSVITKPLK
MGGCLTDNGVSDWDNKFVDLPEEELFDVMLAANFMDIKPLLELCCASVASSIKSKTVEELRQELGVGEDGFTAEEEEKIL
RDNAHWCKEAAEMLQEIEKEKALAAASTGGDQKTSNEDQN                                        
>Pmar_XP_002768235                                                              
MASSTEMIHLRSSQGEVFEVESAVACMSNLIQNMVEDGGVDEEIPLPNVKTAILAKVIEYCKHHKENPPDEITKPLKSTS
LAECGVSDWDCEFVNIEQEILFELILAANYLDIKPLLDLTCAKVASMIKGKTPEEIRQQFNIVNDFTPEEEAEVREENKW
CEDA                                                                            
>Pmar_XP_002765751                                                              
MNTVGSTIDGETVKLRSSQGEVFDVPTNVACMSNLIQNMVEDGGVDEEIPLPNVKTAILAKVIEYCKHHESNPPDEISKP
LKSTNLAECGVSDWDCDYVNIEQEMLFELILAANYMDIKPLLDLTCAKVASMIKGKTTEEIRQQFNIVNDFTPEEEAHLR
EENKWCEDA                                                                       
>Pmar_XP_002786195                                                              
MAARVLSLRSKDDEVVQISAQAAKQCDMLSNYLDGSSGESNEEFPVPGVNGRELKRIVEYLEYHNTNGIAGQITKPLRRG
AVLTDNGVSKWDAEFVNKDVETEVFDLMLAANYMLVRPLVLLCCAKIASWVSKKTPDDIIKYLGLPEGGLTTEQQIEQLQ
KASSWCSDAKQLLEELQNGEDKEDS                                                       
>Pmar_XP_002783621                                                              
MSEKAAAAIVNVRTSDGVVVPIPLKAACFSILVNNMVDDASGSINEEEIPLPNVTSKILSKVVQWCEYHVDNPVSVINKP
LKMGGRLRDNGVSEWDDKFVDLPEKELFDVMLAANFMDIKPLLELCCASVASSIKSKTVEELRQELGVGEDGFTAEEEEK
ILRDNASWCKEAAEMLQDIEKEKAVAAAAAASEGVSGEEQTSDAGDGN                                
>Pmar_XP_002777663                                                              
MPATGSVADGETVKLRSSQGEVFDVPTNVACMSNLIQNMVEDGGVDEEIPLPNVKTAILAKVIDYCKHHKSNPPDEISKP
LKSTNLAECGVSDWDCGYVNIEQEMLFELILAANYMDIKPLLDLTCAKVASMIKGKTTEEIRQQFNIVNDFTPEEEAQLR
EENKWCEDA                                                                       
>Bnat_131245                                                                    
MKGRFSLSGSRPRSKLSSKRGSAKSKRSEESCIYVSPDNFTSLSNNPSLSLIEVPEILEVNTNLYAANPKEKHAGKTNKI
IKLVAEDGAEFKISRRWACISSYIKKACEDDKVSTVTITKVDEESLERICEYMENRKGDDFIKVSKTLKVTMLDNVGKDF
AWCAKWIDLRARHRPKFYKLIAAANHMGISGLVSLGVTKIATLLKYCRTEDIDRVLDPHITDGQLRQLRKFVVVNGKSKE
KSYNSGT*                                                                        
>Bnat_92509                                                                     
MKRKVNFDDKGCKGYPVQKKTAIMSTLVKTVVEGDKESTEIPLPNVKGSILRKVIAYMQYHTDTAPKEIEKPLKSANMSD
VTTEWDAHFVDVPQDVLFELILAANYMDIKPLLELTCAKVASMIKGKTPEQIRKLFHIQNDFTPEEEEAVRAENKWAEES
*                                                                               
>Bnat_52844                                                                     
MEDEKNPSGPTKGAGEATDGPNSADTNQASKEVDASEAGIGGLDDEIGTEEITICSKDKKKFTISKKAARMSKLIRTTIE
GDSTCSEIELFHIEGDIVERIVKYMQYHETVRPREIEKPIKSNRMADLVDSFDAKFCEVGQEIMFKLLLAANYMDIKPLL
LLMCAKVASLLKGKTPQQIRKTFNIRGDYTPEEEEEVRNEYKNLLG*                                 
>Bnat_52326                                                                     
MFFSLTGISKEGAEIICSKKVAVASGTIRAMLTGPGKWKENSGPVPTIHFETIEASVLEKVVQYFYYKSQHDNTQGPIEK
FDIELGQIIPLLIAANYLDT*                                                           
>Bnat_52203                                                                     
MSAKPKNEDLGGLDEELKDDEKITLVSKDSKSIQVVKKYAFISQVIKTSLENDSDSKNLPIMGVMAETLESIVEYMNHHQ
GTEPAIIDKPLRNKKMSENVKDKWDAPFIDGITEKSKQALYDLILAANYMDIKALLHLGCAKVASLIKGQPLEKIKEILD



PKNKAEKKDESKEAKKAEKA*                                                           
>Ehux_194153                                                                    
MDPVKLIASDGTEIILDRQAAMVSGTIKSMLGGPVARRSPLGHFFGRCGPSAARRRHARARWGR*               
>Ehux_425739                                                                    
MDPVKLIASDGTEIILDRQAAMVSGTIKSMLGGPGGYVEQEKGEINFPEISGKTLEQTVQYFYYKLRHTNPSSNHTLPEF
KIEPESALELLMAANYLDT*                                                            
>Ehux_434598                                                                    
MADDSEATAVKLKSKQEEIFEVEKEVACRSVTVKNMVEDTGLDTPVPLPMVDSKILIKVIEYCKYHHRAEQESLPEDEKN
VWDKDFVKVDDETLFNLILAANYLDIKSLLDLTCKTVADEIKGKTPEEIRIRFNIKNDFTPEEEEEVKRENAWCEER*  
>Gthe_150306                                                                    
MSSSKRMVTLLSPDKQTFQVPWDVAMRSTVIKQMLEDLPEPEEGAEDQTDPVPLMDRSCSANVLEKVLEYLKKHHDFDKS
NASQEDKDAWDKKYVEVEDEVLFHLILAANFLDIKDLLDLTCKTVAEYIKQCKTPEEIRLRFNIPNDFTPEEEEEVRKEN
AWCEEAPS*                                                                       
>Gthe_84919                                                                     
MSEADPEITLETYDKHQIKIPKSIATRSAIINMMIEDTGDVNEVVPLADKSCTLNIMNRVIEYLKKHAEFDNTGADDEVI
NEFDKEFQEQSDEIIFQTILAANFLDIKNLLELMCKKVADEIKKCKTPDDIRDRFNIRKDYTPEEVEEVKRAHPWIYDKN
AK*                                                                             
>Gthe_81023                                                                     
MSEANDYVTLISAEGFEFVIERRCALMSGTIKAMLSATFMESQENTVTFPEISTPILEKVVEYFYYKVRYAQSSDIPEFK
IEPENALELLMAANFLDA*                                                             
>Ngru_XP_002681295                                                              
MSETKQVELTSKDKVSFKVDRDVILMSGLVKDMLEEGDEDETPIIPIPNVDSKPLQKVIEYCQYHHKEPAQEIEKPLKGK
IEDVICDWDKKFLEIDQSLLIELIMAANYLNIKDLLDLTCAKVASMIKGKSPEQIREMFGIENDFTPEEEAKIREENKWC
EEA                                                                             
>Tvag_XP_001324309                                                              
MTLSNVPQQLEVTSEEEEKFESPMEKLDMITLISKDDQHYIIPREVVCQCKFFASMFQEENDFEETQTKSINLEYPSYLI
DLLVDFLFAKHQKKLGKDFTVPPEYLLDVYAMSDFLGI                                          
>Tvag_XP_001322173                                                              
MKKSASSRSKKKEAPPPPPPPKKDDQEEEEEVFEDEFQPMDFLKLMSNDGYVFIVDKKTAMISQTIRNMLYGGGNFEEAQ
SKTIRLNDIRSEVLERIIEYWHYRTQYSDHTDQLPPFDIDPNLAIELLNCAEYLQT                        
>Tcru_XP_820219                                                                 
MPEEFDSQEVDFTKYCVLQSNDQPPVEFKVLREAAMMSGLLKDMLDDQGDMEPIIPIPNVSGRTLRLVVEYMEHHYQNRA
EPIEKPLKSKIDTIISPWDRDFLYTHLVKDHDEKQHEVLIDVIMAANFLNVKDLLDLTCACVASMIRGKTAEQIRALFNI
ESDFTPEEEEKIREENRWCEEV                                                          
>Tcru_XP_813329                                                                 
MIRSGAAFNPMRRTPPPPPHIDTFQLIPDDYIKMTSADGHNFLVHYNCARASPLIRKCFADRVDLDLPAVSISWGETEKS
PPTVHFPTLAAARLEVIIQYLYYKHRYEGETEGRPSFDIPVEAALEVMKVAETLQC                        
>Tcru_XP_811991                                                                 
MIRSGAAFNPMRRTPPPPPHIDTFQLIPDDYIKMTSADGHNFLVHCNCARASPLIRKCFADRVELDLPAVAISWGETEKS
PPTIHFPTLTAARLEVIIQYMYYKHRYEGETEGRPSFDIPVEAALEVMKVAETLQC                        
>Lmaj_XP_001681587                                                              
MPVEIANSDDVDFSQYCVLQSNDHPPVEFKVSRESAKMSGLLRDMLEDQEGNEAIIPIPNVSGQTLRLVLEYMEYHCGNP
AQPIEKPLKTTIESLVCEWDSNFLFNQLLKNHDEKQHEVLIDVIMAANFLNVRDLLDLTCACVASMIRGKTAEQIRELFN
IENDFTPEEEEKIREENRWCEES                                                         
                                                                                
                                                                                
*******ThiF***********                                                          
>Hsap_ENSP00000246548                                                           
MALSRGLPRELAEAVAGGRVLVVGAGGIGCELLKNLVLTGFSHIDLIDLDTIDVSNLNRQFLFQKKHVGRSKAQVAKESV
LQFYPKANIVAYHDSIMNPDYNVEFFRQFILVMNALDNRAARNHVNRMCLAADVPLIESGTAGYLGQVTTIKKGVTECYE
CHPKPTQRTFPGCTIRNTPSEPIHCIVWAKYLFNQLFGEEDADQEVSPDRADPEAAWEPTEAEARARASNEDGDIKRIST
KEWAKSTGYDPVKLFTKLFKDDIRYLLTMDKLWRKRKPPVPLDWAEVQSQGEETNASDQQNEPQLGLKDQQVLDVKSYAR
LFSKSIETLRVHLAEKGDGAELIWDKDDPSAMDFVTSAANLRMHIFSMNMKSRFDIKSMAGNIIPAIATTNAVIAGLIVL
EGLKILSGKIDQCRTIFLNKQPNPRKKLLVPCALDPPNPNCYVCASKPEVTVRLNVHKVTVLTLQDKIVKEKFAMVAPDV
QIEDGKGTILISSEEGETEANNHKKLSEFGIRNGSRLQADDFLQDYTLLINILHSEDLGKDVEFEVVGDAPEKVGPKQAE
DAAKSITNGSDDGAQPSTSTAQEQDDVLIVDSDEEDSSNNADVSEEERSRKRKLDEKENLSAKRSRIEQKEELDDVIALD
>Hsap_ENSP00000313454                                                           
MEGSEPVAAHQGEEASCSSWGTGSTNKNLPIMSTASVEIDDALYSRQRYVLGDTAMQKMAKSHVFLSGMGGLGLEIAKNL
VLAGIKAVTIHDTEKCQAWDLGTNFFLSEDDVVNKRNRAEAVLKHIAELNPYVHVTSSSVPFNETTDLSFLDKYQCVVLT
EMKLPLQKKINDFCRSQCPPIKFISADVHGIWSRLFCDFGDEFEVLDTTGEEPKEIFISNITQANPGIVTCLENHPHKLE
TGQFLTFREINGMTGLNGSIQQITVISPFSFSIGDTTELEPYLHGGIAVQVKTPKTVFFESLERQLKHPKCLIVDFSNPE
APLEIHTAMLALDQFQEKYSRKPNVGCQQDSEELLKLATSISETLEEKPDVNADIVHWLSWTAQGFLSPLAAAVGGVASQ



EVLKAVTGKFSPLCQWLYLEAADIVESLGKPECEEFLPRGDRYDALRACIGDTLCQKLQNLNIFLVGCGAIGCEMLKNFA
LLGVGTSKEKGMITVTDPDLIEKSNLNRQFLFRPHHIQKPKSYTAADATLKINSQIKIDAHLNKVCPTTETIYNDEFYTK
QDVIITALDNVEARRYVDSRCLANLRPLLDSGTMGTKGHTEVIVPHLTESYNSHRDPPEEEIPFCTLKSFPAAIEHTIQW
ARDKFESSFSHKPSLFNKFWQTYSSAEEVLQKIQSGHSLEGCFQVIKLLSRRPRNWSQCVELARLKFEKYFNHKALQLLH
CFPLDIRLKDGSLFWQSPKRPPSPIKFDLNEPLHLSFLQNAAKLYATVYCIPFAEEDLSADALLNILSEVKIQEFKPSNK
VVQTDETARKPDHVPISSEDERNAIFQLEKAILSNEATKSDLQMAVLSFEKDDDHNGHIDFITAASNLRAKMYSIEPADR
FKTKRIAGKIIPAIATTTATVSGLVALEMIKVTGGYPFEAYKNCFLNLAIPIVVFTETTEVRKTKIRNGISFTIWDRWTV
HGKEDFTLLDFINAVKEKYGIEPTMVVQGVKMLYVPVMPGHAKRLKLTMHKLVKPTTEKKYVDLTVSFAPDIDGDEDLPG
PPVRYYFSHDTD                                                                    
>Hsap_ENSP00000333266                                                           
MDALDASKLLDEELYSRQLYVLGSPAMQRIQGARVLVSGLQGLGAEVAKNLVLMGVGSLTLHDPHPTCWSDLAAQFLLSE
QDLERSRAEASQELLAQLNRAVQVVVHTGDITEDLLLDFQVVVLTAAKLEEQLKVGTLCHKHGVCFLAADTRGLVGQLFC
DFGEDFTVQDPTEAEPLTAAIQHISQGSPGILTLRKGANTHYFRDGDLVTFSGIEGMVELNDCDPRSIHVREDGSLEIGD
TTTFSRYLRGGAITEVKRPKTVRHKSLDTALLQPHVVAQSSQEVHHAHCLHQAFCALHKFQHLHGRPPQPWDPVDAETVV
GLARDLEPLKRTEEEPLEEPLDEALVRTVALSSAGVLSPMVAMLGAVAAQEVLKAISRKFMPLDQWLYFDALDCLPEDGE
LLPSPEDCALRGSRYDGQIAVFGAGFQEKLRRQHYLLVGAGAIGCELLKVFALVGLGAGNSGGLTVVDMDHIERSNLSRQ
FLFRSQDVGRPKAEVAAAAARGLNPDLQVIPLTYPLDPTTEHIYGDNFFSRVDGVAAALDSFQARRYVAARCTHYLKPLL
EAGTSGTWGSATVFMPHVTEAYRAPASAAASEDAPYPVCTVRYFPSTAEHTLQWARHEFEELFRLSAETINHHQQAHTSL
ADMDEPQTLTLLKPVLGVLRVRPQNWQDCVAWALGHWKLCFHYGIKQLLRHFPPNKVLEDGTPFWSGPKQCPQPLEFDTN
QDTHLLYVLAAANLYAQMHGLPGSQDWTALRELLKLLPQPDPQQMAPIFASNLELASASAEFGPEQQKELNKALEVWSVG
PPLKPLMFEKDDDSNFHVDFVVAAASLRCQNYGIPPVNRAQSKRIVGQIIPAIATTTAAVAGLLGLELYKVVSGPRPRSA
FRHSYLHLAENYLIRYMPFAPAIQTFHHLKWTSWDRLKVPAGQPERTLESLLAHLQEQHGLRVRILLHGSALLYAAGWSP
EKQAQHLPLRVTELVQQLTGQAPAPGQRVLVLELSCEGDDEDTAFPPLHYEL                            
>Hsap_ENSP00000338413                                                           
MSSSPLSKKRRVSGPDPKPGSNCSPAQSVLSEVPSVPTNGMAKNGSEADIDEGLYSRQLYVLGHEAMKRLQTSSVLVSGL
RGLGVEIAKNIILGGVKAVTLHDQGTAQWADLSSQFYLREEDIGKNRAEVSQPRLAELNSYVPVTAYTGPLVEDFLSGFQ
VVVLTNTPLEDQLRVGEFCHNRGIKLVVADTRGLFGQLFCDFGEEMILTDSNGEQPLSAMVSMVTKDNPGVVTCLDEARH
GFESGDFVSFSEVQGMVELNGNQPMEIKVLGPYTFSICDTSNFSDYIRGGIVSQVKVPKKISFKSLVASLAEPDFVVTDF
AKFSRPAQLHIGFQALHQFCAQHGRPPRPRNEEDAAELVALAQAVNARALPAVQQNNLDEDLIRKLAYVAAGDLAPINAF
IGGLAAQEVMKACSGKFMPIMQWLYFDALECLPEDKEVLTEDKCLQRQNRYDGQVAVFGSDLQEKLGKQKYFLVGAGAIG
CELLKNFAMIGLGCGEGGEIIVTDMDTIEKSNLNRQFLFRPWDVTKLKSDTAAAAVRQMNPHIRVTSHQNRVGPDTERIY
DDDFFQNLDGVANALDNVDARMYMDRRCVYYRKPLLESGTLGTKGNVQVVIPFLTESYSSSQDPPEKSIPICTLKNFPNA
IEHTLQWARDEFEGLFKQPAENVNQYLTDPKFVERTLRLAGTQPLEVLEAVQRSLVLQRPQTWADCVTWACHHWHTQYSN
NIRQLLHNFPPDQLTSSGAPFWSGPKRCPHPLTFDVNNPLHLDYVMAAANLFAQTYGLTGSQDRAAVATFLQSVQVPEFT
PKSGVKIHVSDQELQSANASVDDSRLEELKATLPSPDKLPGFKMYPIDFEKDDDSNFHMDFIVAASNLRAENYDIPSADR
HKSKLIAGKIIPAIATTTAAVVGLVCLELYKVVQGHRQLDSYKNGFLNLALPFFGFSEPLAAPRHQYYNQEWTLWDRFEV
QGLQPNGEEMTLKQFLDYFKTEHKLEITMLSQGVSMLYSFFMPAAKLKERLDQPMTEIVSRVSKRKLGRHVRALVLELCC
NDESGEDVEVPYVRYTIR                                                              
>Hsap_ENSP00000354340                                                           
MADGEEPEKKRRRIEELLAEKMAVDGGCGDTGDWEGRWNHVKKFLERSGPFTHPDFEPSTESLQFLLDTCKVLVIGAGGL
GCELLKNLALSGFRQIHVIDMDTIDVSNLNRQFLFRPKDIGRPKAEVAAEFLNDRVPNCNVVPHFNKIQDFNDTFYRQFH
IIVCGLDSIIARRWINGMLISLLNYEDGVLDPSSIVPLIDGGTEGFKGNARVILPGMTACIECTLELYPPQVNFPMCTIA
SMPRLPEHCIEYVRMLQWPKEQPFGEGVPLDGDDPEHIQWIFQKSLERASQYNIRGVTYRLTQGVVKRIIPAVASTNAVI
AAVCATEVFKIATSAYIPLNNYLVFNDVDGLYTYTFEAERKENCPACSQLPQNIQFSPSAKLQEVLDYLTNSASLQMKSP
AITATLEGKNRTLYLQSVTSIEERTRPNLSKTLKELGLVDGQELAVADVTTPQTVLFKLHFTS                 
>Cint_ENSCINP00000012570                                                        
MEVDDCDDGARWSGRWNHLQKILERNGPFVHPDFEPSPDILDFMLNSCKVLVVGAGGLGCELLKDLSLMGLRHIHVIDMD
TIDLSNLNRQFLFRQCDIGKPKAEVAASFINKRVKGTKCVPHFCRIQDHDSSFYKQFHIVVCGLDSIVARRWINGMLISL
LEYDEDGNLDPSSLIPLVDGGTEGFKGNARVILPGMNACMDCTLDLYPPQVNFPMCTIAHTPRQPEHCIEYVKIFQWEKE
KPFGDIAIDGDDPDHIKWICKAASTRADEYGIQGVNYRLTQGVIKRIIPAVASTNAVIAAACANEVFKLATSCSIPLNNY
MVFNDTNGVYTYTFEAERNEQCLACNNTPRNLSFKPDALLREVVDFLCQDNSLQMKSPGLTTTIEGLNKTLYMKNIPSLE
AATRPNLSKSLKDLGIVDGQEVIVADVTTPNSLRFKIKFNDDVTSS                                  
>Cint_ENSCINP00000016116                                                        
MSSEGNDTANFPEAAVRPFPSNSPPAKQRKTNHNSDTYFSKTSKLSGPDTMDQVQNGDSQQAIDEGLYSRQLYVLGHDAM
KRMGASNILISGMKGLGIEIAKNVILGGVKAVTLHDEDTATIEHLSSQYFVSDADIGKNLAEVSAIQVSELNPYVPVHPY
TGKLTEEFLSQFQVVVLTSSSLAEQLRISDFTHKSNIYLIVANTFGLFGQIFCDFSSNFTVYDTNGENPQSAMISAITKN
EKGEGIVACLDETRHGFESGDFVKFHEVKGMDGLNDSEPRKINVLGPYTFNIGDISQYNNYDRGGIATQVKMPTTVQFKS
LRESLQSPEFMVTDFAKFDRPGQLHILFQALHQFVEEKGHLPQIRNTPDADALVAIATTINNNASAEAKQSELDEKLIRQ
FSFMARGDACPVQAVIGGIVAQEVMKACSGKFMPIKQYFYFDALECLPEGSQDENVESYQTSGSRYDGQIAIFGKDFQRK
LSSQRWFVVGAGAIGCELLKNFSMIGLGCKLGNLVEKEDETGSLVVTDMDVIEKSNLNRQFLFRPHDVQKLKSQCAADAV
KKMNPLARIVSHENRVGPETENVYTDDFFENLDGVANALDNVQARIYMDRRCVYYRKPLLESGTLGTKGNIQVVLPYSTE
SYSSSQDPPEKSIPICTLKNFPNAIEHTLQWARDEFEGLFRNSADTANQYLTDPKFYDRISKLPGAEPVTTLEAVHNALL



KNRPQNFADCVQFARLRFQELYHNNIKQLLHNFPPDQKNSSGAMFWSGPKRCPHPLVFDPENTTHFGYVLAASNLYATMY
GMPTMTNAEEIKKHLGQITVPEFKTKSGVKIATTDAEANQMNSGSMDDTQFEDLKKAIPTVESFKGFRMLPADFEKDDDT
NFHMDFIVAASNLRAENYEISPADRHKSKLIAGKIIPAIATTTALVAGLVCLELYKIVQGNKKLESYKNGFVNLALPFFA
FSEPITAPKLKYYDIEWSLWDRIDVNGLDLAAPGSDEMTLGQFIDYFQKEHKLEVTMLSQNVAMLYSFFMTPVKRKERLA
TKMSEVVQKVSKRKLQPHEKALVLEMCCNDVDGEDVEVPYVRYVFRR                                 
>Skow_NP_001171842                                                              
MSSVSEDQSDQCSSPPTKKLKIQEENSTTGAKCSSHNSVAPSRDVKMSANGTDEIDEGLYSRQLYVLGHDAMRRMGASNI
LISGMKGLGVEIAKNVVLGGVKSVTIHDEGTAAMTDLASQFFLRKEDIGKNRAEVTQPRLAELNTYVPITSYTGPLSEDY
VSKFQVVVLTNSSLEAQIKIGDYCHSKGIQLIIVDTKGLFGQLFCDFGENFIVNDVNGEQPVSNMIASVTKDKDGVVTCL
DEARHGYESGDFVTFAEVQGMKELNGCEPREIKVLGPYTFSIGDTTGMSDYVRGGIVTQVKMPKSLKFKSLKASLAEPEM
MITDFAKFDRPGQLHIGFQALHEYKKKNGCLPKPRSKEDAEKFVALAKEINANAPAGAKQDSIDDKLLGLLAMNAQGDVC
PMQAVFGGIAAQEVMKACSGKFNPIYQWMYFDALECLPENDDPTTEAECQSENSRYDSQIAVFGKKFQEKLGKQKYFVVG
AGAIGCELLKNFALMGLSAGEGGMLTVTDMDSIEKSNLNRQFLFRPWDVQKMKSDTAAAAVKQMNPSMNITSYQDRVGPE
TENIYNDDFFEALDGVANALDNVDARMYMDRRCVYYGKSLLAGTLGTKGNVQALLPYVTESYSSSQDPPEKSIPICTLKN
FPNAIEHTLQWARDEFEGLFRNPAENANQYLSDPKFMERTMKLPGMQPLETIISIKKSLVDDRPANFDDCVAWARNYFQV
QYSNQIRQLLFNFPPDQVTSSGAPFWSGPKRCPHALQFDQDNSEHMNYIVSAANLKAESYGMKGNKDKAVIAGILAKVKV
PEFVPRSGVKIETTEAEAAQSSSVIDDDVHMDEVRKALASPSEFKGFKMIPLDFEKDDDSNFHMDFIVAASNLRAENYSI
EKADRHKSKLIAGKIIPAIATTTAVVSGLVCLELLKMVMGNKKLETYKNGFINLALPFFGFSEPLSAPKTKYYDKEFTLW
DRFELQGMRNGQEMTLKEFMDYFQNEHKLEITMLSQGVSMIYSFFMSPAKVKERLAMKVSEVVQKVSKKKIKPHVKALVL
ELCCNDTEGEDVEVPYVKYNLY                                                          
>Skow_XP_002733723                                                              
MGAKGHVQVIIPHLTESYASQQDPPDKDVPYCTLKSFPAVIEHTIQWARDKFESLFSQKPAAFTKFWQTNGSPETALQKF
SEGSQLEGGLQALKMLKQQPHKWEDCIVLARTKFEKYFNHKAKNLVYAFPLDTRLKDGSMFWQSPKRPPVPIDFDITNQM
HTNFILSLAKLLAYVWGVAVTCTDTHYIVKILEKTDVPPFVPSSKKIETDESAEKPREDEEENFTSDDIMYCCKTLSKLI
KDGNAKQESLSLHPVTFEKDNDDNGHIDFITSAANIRATMYNIDNADRLKIKKIAGRIVPAIATTTAAVAGLVTMELIKI
VKKSPLEHYKNCFLNLALPSVIFSEPGQAEKTQIHTDLSFTLWDKWQVKGNKSYTLKEFLKYFKTTYGLEATMVVHGVKM
VYVPIMPMHNKRLPQTMIKLLKPTPKQEYVDLTVAFESSQGEDVPGPPVRYYFGGK                        
>Skow_XP_002732528                                                              
MSRRKRMAVDSNRVDIEWPGRWNHIRKFLERTGPFAHPDFEPNPEMLTFLLETCRILVVGAGGLGCELLKNLALSGFRQI
DVIDMDTIDVSNLNRQFLFRSKDVGKSKAEVAAKFINNRVPGCNVTPHFQKIQDCDGSYYRQFHIVICGLDSIVARRWLN
GMLLSLVNYEDGILDQSSIIPLIDGGTEGFKGSARVILPGLTACIECTLDLYPPQVVFPMCTIAHTPRLPEHCIEYAKVL
VWPQEHPFGENIPIDGDDPAHIQWIFDKALERAKHYNIQGVTYRLTQGVVKHIIPAVASTNAVIAAACVTEAFKLATSCC
MPLNNYMVFNDIDGLYTYTFEAERKEDCISCSQVPQTLTFDEDTTLQELLSYLIENSSIQLKAPGITTTIDGKHRTLYMQ
TVESIEKRTKVNLTKKLKELGLIEGQELIVADPTTPSSLVVNLHYNQNSKMEG                           
>Dmel_FBpp0076457                                                               
MAAAINGVFPPTLQELVKKSKVLVVGAGGIGCEVLKNLVLSGFTDIEIIDLDTIDLSNLNRQFLFHREHVGKSKARVARE
SALSFNPDAKITAYHDSVTSTDYGVNFFKKFDLVLSALDNRAARNHVNRMCLNADVPLIESGTAGYNGQVELIKRGLTQC
YECTPKDKQRSFPGCTIRNTPSEPIHCIVWAKHLFNQLFGESLEDEDISPDAADPDAKEKDGGDGNGEPKGDGKEKGEES
KEEKEAKEDTANGNIMRINTRQWAKDCNYDAGKLFNKFFNEDITYLLRMSNLWKTRKAPVPVQWDTLLPEGSSGDQKDVA
KQHHKVWSIEECAQVFANSLKELSANFLKLEGDDTLAWDKDDQPAMDFVAACANVRSHIFDIERKSRFEIKSMAGNIIPA
IATTNAITAGISVMRAFKVLEAKWEQCKAVYARLRPNARNHFLVPDASLPGPNPNCHVCASDPAITLKIDTKRMRIKELR
DEVLVKTLNMLNPDVTVQSNGSILISSEEGETECNDGKLLSELNIVDGVILKCDDFFQNYELSIIISHFDAERDENLFEV
VADASQLKPKDEDQKEAVKDKEDEPKSAKKRSTNGEGDSKDDGPSTSKRSRPNEVVEEDDDDCLVIEEDEDQADVVVVAT
DKLSVQSPPKSGSKRKPCEVIEDEDITEILESSDDEPAGPTKCKRSRLDDSNPVAVISID                    
>Dmel_FBpp0086711                                                               
MSVHSPNPGLILQSKRFNGLRNILEREGPFCKDGFAASSENLEFLQTKCQVLIIGAGGLGCELLKDLALMGFGNLHVIDM
DTIELSNLNRQFLFRRTDIGASKAECAARFINARVPTCRVTPHFKKIQDFDESFYQQFHLVVCGLDSIVARRWINGMLLS
MLRYEEDGTIDTSSIVPMIDGGTEGFKGNARVILPGFTACIECTLDLFPPQVNYPLCTIANTPRLPEHCIEYVKIIQWEK
QNPFGVPLDGDDPQHIGWIYERALERSNEFNITGVTYRLVQGVVKHIIPAVASTNAAIAAACALEVFKLATSCYDSMANY
LNFNDLDGIYTYTYEAEKSENCLACSNTPQPLPIEDPNTTTLEDVIKLLCDSPRFQLKSPALTTVMKDGKRRTLYMSGVK
SIEEATRKNLTQSLGELGLHDGQQLTVTDATSPSAMTLQLKYQSNEVEMV                              
>Dmel_FBpp0087583                                                               
MSSGQQLMADSPACSSSDHSPLAKKRRLELLGDGVGAMGMEEEEAGGATSSSSSNNYENHDKAGGVDISGKCQSKTTSEH
QLELCVSSSTSDTCGVNAAAKRAEKQKLKQSQGSGDDVSTSSAVEKEGSKRPEKRNYLNTTTIESQEASSSASATSNSNN
NVSSSNNNSNNSTNNRQLEGSSNMAGNSAAAGGDIDESLYSRQLYVLGHDAMRRMANSDILLSGLGGLGLEIAKNVILGG
VKSITLHDTATCGLHDLSSQFYLTEADIGKNRAEASCAQLAELNNYVRTVSHTGPLTEEFLRKFRVVVLTNSDGEEQQRI
AKFAHENGIALIIAETRGLFAKVFCDFGESFTIYDQDGTQPISTMIASITHDAQGVVTCLDETRHGFNDGDYVTFSEVQG
MQELNGCQPLKITVLGPYTFSIGDTSKFGEYKSGGVATQVKMPKTISFKPLAQATEEPEFLISDFAKLDSPATLHVAFNA
LSCYRKAHNGALPRPWNEEDANSFLEVVRASSNAEVDEKLVLQFAKICSGNTCPLDAAVGGIVAQEVLKACSGKFTPIYQ
WLYFDALECLPTEGVEEADAQPVGSRYDSQIAIFGKKFQEKLADSKWFIVGAGAIGCELLKNFGMLGLGTGNGQIFVTDM
DLIEKSNLNRQFLFRPHDVQKPKSMTAADAIKRMNPEVNVTAYELRVGAETEKVFSEDFFGKLDGVANALDNVDARIYMD
RKCIFNRIPLVETGTLGTLGNVQVIVPFATESYSSSQDPPEKSIPICTLKNFPNAIEHTLQWARDAFEGVFKQSAENAAQ



YIADPQFTERIAKLPGIQPLEILDSIKKALIDDKPKSFAHCVEWARLYWEDQYVNQIKQLLFNFPPDQITSSGQPFWSGP
KRCPDPLVFDVNDPMHLDFIYAAANLRAEVYGIEQVRNRETIAELVQKVKVPEFKPRSGVKIETNEAAAAASANNFDDGE
LDQDRVDKIISELLKNADKSSKITPLEFEKDDDSNLHMDFIVACSNLRAANYKIPPADRHKSKLIAGKIIPAIATTTSVL
SGLAVLEVIKLIVGHRDLVKFKNGFANLALPFMAFSEPLPAAKNTYYGKEWTLWDRFEVTGELSLQEFLNYFEENEKLKI
TMLSQGVSMLYSFFMPKAKCSERLPLPMSEVVRRVSKRRLEPHERSLVFEICCNDVDGEDVEVPYVRYTLP         
>Cele_C47E12_5a_1                                                               
MTTILELTSANKTNNKATNNKLQREGENEYPPAKRSKTDDEEEPTVVGNGTIVGAPKQQTLSGVNQSGNVNVETTKNTEG
QDGEKMDTSNNAGGVGGNSDELLDKNLYSRQIYTLGESAMVNLRTASVLISGLGSVGVEIAKNLILGGVRHVTIHDTKLA
KWSDLSAQYYLRDADVGHNRATSCYERLAELNDSVNVQVSTDELTEEFVKTFDLVVLTDAARTAQRQIAAWTRAHNRRIL
ITDARGVFSYIFNDFGDNFRIDDATGEQVREFFIEHIDKTTGEVTTLENLFHGLEDGDHVTFSEVKGLTEINGCEPLKIT
VKNASKFNIGDFAVSFSDYKEGGRCRQVKVPTSVSHVPFEKSLVEPEFGIWDYAKFEYPSQLHALWTALYAFEEKYGRSP
APRSTQDAALLKELIPSGTEEIPEKLIELFSFSASGNLVTVSSVVGGIAAQEAMKGVTHHMTPLKQWLHLDHVEVLPGDW
TSFDNSKLSETDCQPRQSRYDGQAAVFGWPYQECLFRQRWFVVGAGAIGCELLKNLSMMGVACGEGGLIKITDMDQIEIS
NLNRQFLFRRRDVGGKKSECAARAVTAFNSDVRIEALAERVGLETEHIFNDEFFGELNGVANALDNVDARRYMDRRCVYY
RLPLLESGTMGTKGNTQVVYPYLTESYSSSVDPPEKEIPVCTLKNFPNEIQHTIQWAREQFETFFAQPGEMANKFLSDER
GFNEHVDKLISGQQIDILQKVKDALIDARPSSAEDCIRWARNQFQELYHNNIAQMLHSFPPDQLTDSGAKFWSGAKRCPH
VLNFDPSKEEHFNFVFAASILIAELYGVQPILDREEVIRVALSVNPEPFEPKSGVKIAVTDAEAKEQNERGASSMIVDDD
AAIEALKLKLATLNVKSTSKLNCVDFEKDDDSNHHMEFITAASNLRAENYDILPADRMRTKQIAGKIIPAIATTTAAVAG
LVCIELYKVVDANGIPKTPMERFKNTFLNLSMPFFSSAEPIGAPKKTYMDREFTLWDRIDVQGPLTLQEFIDNVQNQTGG
CEVSMLSAGACLLFSFFMNAGKKQERLKTEVKAVYEELLKKSLHPSVHALVLEPMMSDPDGEDVEVPYIRYSF       
>Cele_F11H8_1_1                                                                 
MVSVDPLATERWRSIRRLTDRDSAYKVPWFVPGPENFEALQNTKILVIGAGGLGCELLKNLALSGFRTIEVIDMDTIDVS
NLNRQFLFRESDVGKSKAEVAAAFVQQRVVGCQVTAHNCRIEDKGQEFYRKFSIIICGLDSIPARRWINGMLCDLVLEMA
DGKPDENTIIPMIDGGTEGFKGNARVIYPKFTACIDCTLDLYPPQVNFPLCTIAHTPRLPEHCIEYIKVVVWPEEKPFEG
VSLDADDPIHVEWVLERASLRAEKYNIRGVDRRLTSGVLKRIIPAVASTNAVIAASCALEALKLATNIAKPIDNYLNFTQ
IHGAYTSVVSMMKDDNCLTCSGGRLPFEVSPSSTLESLIIRLSERFHLKHPTLATSTRKLYCISSFMPQFEQESKENLHT
SMKDLVSDGEEILVSDEALSRALTLRIQLI                                                  
>Cele_W02A11_4                                                                  
MPSWREKHEKIVQSKILVIGAGGIGCELLKNLAVTGFRKVHVIDLDTIDISNLNRQFLFRKEHVSSSKAATATQVVKQFC
PQIELTFDHDSIFEKKYNMEFFQAYDIVLNALDNRAARNYVNRMCHAANRPLIDSGSGGYFGQVSVIMRGKTECYECVDK
PVQQTTYPGCTIRNTPSEHIHCTVWAKHVFNQLFGEVDIDDDVSPDMDAVDPDNTEAVTTEKEKEAMKEEPAPVGTRQWA
ESVDYDAAKVFDKLFLHDIEYLCKMEHLWKQRKRPSPLEFHTASSTGGEPQSLCDAQRDDTSIWTLSTCAKVFSTCIQEL
LEQIRAEPDVKLAFDKDHAIIMSFVAACANIRAKIFGIPMKSQFDIKAMAGNIIPAIASTNAIVAGIIVTEAVRVIEGST
VICNSSIATTQSNPRGRIFGGDATNPPNPRCFVCSEKREVFIYVNPDTMTVGGLCEKVLKQKLNMLAPDVMDSATSRIIV
SSDGDTDDLLPKKLAEVSIEDGAILSCDDFQQEMEIKLFIKKGDRLAGDDFEVARSEKEPEPDDRKRKADGSEEPEAKRQ
KVEEKDDKNGNEAVAEITETMA                                                          
>Ctel_224197                                                                    
MACDWPNRWSHLQKILERSGPYAHPDFEAGQEMLPFIKDNIKVLVIGAGGLGCELLKDLGLMGFMNIDVIDMDTIDLSNL
NRQFLFRKQDVGKTKADVAAAFINKRIPGCKVTPHFAKIQDFGEEFYRGFHIVVCGLDSIIARRWINGMLVSLLRYNDDQ
TLDQSSVIPMVDGGTEGFKGNARVIFPGMTACIECTLELYPPQVNFPMCTIAHTPRLPEHCIEYVKVLLWPQEKPFGDDV
GIDGDDPSHIKWIYQKSIARADDYSIPGVTYRLTQGVIKRIIPAVASTNAIIAAACATEVLKIASSCCQQLNNYVNFNDT
EGIYTYTFEAEKKDNCSSCSQVPQQLRFSEDDKLQDVVEYLQESAAYQLRAPGIVTMVNGKNKTLYMSTVKSIEEATKDN
LKKTLSELGLLNGQRIHVADSTTPNSLLFHLQLASSMEKE*                                       
>Ctel_162959                                                                    
MSSSGAEAAACSPPSKKARLDRDTGSNCTGNHNLPLATNNKQEVDMAQNGGANEIDEGLYSRQLYVLGHEAMKRMGTSNI
LISGVAGLGIEIAKNVVLAGVKSVTIHDQANVQISDLSSQFFLREEDVGKNRSDVSCPRLAELNSYVSCNSYTGELTEEF
LSKFTVVVLTASSLAEQLRIGEFCHSAGVHFIVADTRGLAGQIFCDFGDNFKVVDPNGEQAISNMVASVEKEENGILGVV
TCVDETRHSYESGDHVTFSEVQGMTQLNGCEPKEVKVLGPYTFSIGDISEMSDYTKGGIVTQVKVPKFISMKSIKSAMDA
PEFVLTDFAKFERPGQLHIAYQALHLYISQHNSMPKPHSQSDAEKFLALAQELNAQSATKQEQLDDKLMLLFAKTCAGNL
APMQAVIGGIAAQEVMKATTGKFSPLNQFLYFDAYECLPEDGVDGVITEAMCEPKNSRYDGQTAVLGDQIQNQINDLKYF
LVGAGAIGCELLKCFAMLGLGSGENGKIIVTDMDIIEKSNLNRQFLFRPSDVQQPKSSTAARAALKMNPRLHIESHENRV
GPDTENIYTDKFFTQLSGVANALDNVDARMYMDRRCVYYRKPLLESGTLGTKGNVQVVIPNLTESYSSSQDPPEKSIPIC
TLKNFPNAIEHTLQWARDQFEGIFTQAPETAQQYCKDPKFIERTLKLPGTQPFETLNQVYAVLVKEAPKSFEDCVHWARI
MFEDNYSNSIRQLLFNFPADQTTTSGAPFWSGPKRCPHPLKFDIKNPVHFEYVMSAANLRAANYGFKQCRDRDLIADLVS
KVNVPEFVPKSGVRIETSDAELQGRNDSFDSDAVESLQQNLPSPNDPSLPKVNPADFEKDDDSNFHMDFITACSNLRAEN
YDIAPADKYKSKLIAGKIIPAIATTTSLVVGLVCLELYKLAQGHKKMESYKNGFVNLALPFFGFSEPIAAPKNKYYDTEF
TLWDRFEIDGEMTLKEFIDYFKEKHRLEITMLSHGVSMLYSFFMPPAKAKERMSASMSDIVVKVSKKRIPSHVKSLVFEL
CCNDDTDEDVEVPYVKYNLPN*                                                          
>Ctel_224089                                                                    
MAELIDDALYSRQLYVLGDGAMQRMAKSSVLICGMGGLGVEIAKNVVLAGVKSLTIQDDRKASVADLNSQFFITEEDVAR
GAKRAEASRNRLADLNPYVSIEVRNDPLDMTSDLTYMAGYQCVILTECSLDLQLKVNAFCRQQSTIRFISADVFGVFASL
FCDFGDDFEVVDTNGEECKDAFIHSISKENPGLVTCLENRMHGFETGDTVTFKEVKGMTALNGTQCNIRVVSPFAFTICD



TSEFSEYTDGGICSQVKIPQRMSFNSLSTELNTPSLLLADLSKTESPANIHLGLCAMHSFASQSGRLPHAWSAEDADSLV
LIAKEINQNSAEKVENVNESLLRNISLTCRGCLPPLCAVVGGIAAQETLKALTGKFSPLRQWVRARLCQVAAQHNLSSAD
DRYNPLRICVGDELCQQLANLRLFMVGCGAIGCEMLKNYALLGVASSPPGVITITDNDIIEKSNLNRQFLFRPHHIRQAK
STTAAASTTQINPGISIEAHQHKVGPQTEASVFTDAFFQQQHLVVNALDNLEARRYMDSRCVTNQRPLLESGTMGSKGHV
QVIVPHLTESYSSQRDPPDEDIPYCTLKSFPAQIEHCIQWARDKFESSFSQKPALFNKFWSEHPDSDALIARLKGGQAVE
GSFQTARIMRSRPLTWPDCVQMARLKFNKYFNHRAKQLLHAFPLDTKLQDGTAFWASPKRPPMPVEFDVSCTLHRDFVFA
CAKMYACVNNIDISPDDSSVESLSAILRSVNVPEFTPRNKKIVTDESAKKPEDEETGDDSDAVAAQHIEEASRRHGGQMS
AMKPAEFEKDDDLNGHMDFITSASNLRAAMYNIEAVDRLKAKRIAGRIVPAIATTTAAVAGLVTVELLKILKQAPIEHLK
NCFLNLALPTCIFSEPGPVEKTTLHNGVSFTIWDHWEIRGNKEMTLQQFILAIKEKYGLNVAIVVHKVKMIYVPLMPTHK
KRLPQTMLKVIKPPANKKYVDLEIAYTPPGVDAEDEMGPSVRYHFGL*                                
>Ctel_219156                                                                    
MAINPIMMTNTDLVNSKIDLDTIDVSNLNRQFLFRKEHVGKSKALVAKESAQAFNPDANIIAHHGNIMVPEYGVDFFKKF
NVVMNALDNRAARNHVNRMCLAADVPLIESGTAGYLGQVDVIKKGKTECYECQPKAAQKTFPGCTIRNTPSEPIHCIVWA
KHLFNQLFGEDDPDQEVSPDTEDPEAAGDAGQSALSAEAEKDVAGGIKRKSTRVWSQEIGYDPAKLFNKFFRDDVKYLLS
MENLWKKRRPPVAQDWNEVCQHSTETSLESESGLQDQRIWSMSECALMFGKSISQLKADLAARGDGGMLVWDKDDEAAMN
FVTATANIRAHIYGIVTKSRFEIKSMAGNIIPAIATTNAIIAALIVMEGLKILSGNFEKCRNVFLTRQPNFRKRLLVPCT
LNPPNPKCYVCCEKPEVVVKLNPKHVTVKILEDKILKGGLNMVAPDVEVDDGKGTILISSEEGETDDNHDKPLATFNIGD
GTRLKCDDFLQAYEVVITIKEVEKLENEAEFEIVGDLESLLDQVAEKTDEQKKAESKNGVVAMEDEDVVMETTPTAGTKR
KASQEIVSTPKKPRHDDDVIVL*                                                         
>Lgig_113559                                                                    
MFVAFLLQSNSVRNGASTDIDESLYSRQLYVLGHEAMRRMAHSNILICGMKGLGIEIAKNIVLGGVKSVTVHDKENADWM
DLSSQFFLREEDLGKNRAEVCTPRLAELNNYVPVIAHTGDLTEDFLKGFQVVTLTNSSHDEQLRISELCRKNGIKYVIAD
TKGLFGKIFCDFGENFVISDTDGEQPTSNMVASITKEEASVVTCVDETRHGYEDGDFVTFQEIQGMTELNNCKPIKIKVL
GPYTFSIGDTTSYSDYVRGGIVTKVKMPKTICFKPLSQAIEEPEFLMTDFAKFDRPGLLHIAFQALSEYQKQKGDLPKSW
DKNGAEVFLTIFKQVNEKSKAKVDAIDENVLRLFSYVARGDLCPMQAVIGGISAQEVMKACSGKFSPIYQFLYFDAIECL
PEEPESKITADNAKAKNCRYDGQIAVFGDGFQRTLENLNYFLVGAGAIGCEMLKNWAMMGIGCGENGQVIVTDMDTIEKS
NLNRQFLFRPWDVQKTKSSTAANAVKQMNPNIKILPKEDRVGPDTENIYTDDFFDQLDGVANALDNVDARMYMDRRCVYY
RKPLLESGTLGTKANVQVVIPHVTESYSSSQDPPEKSIPICTLKNFPNAIEHTLQWARDEFEGLFTQPVETAVQYITDPK
FVERTVKLQGTQPAETFEVVKRFLVDERPKDFQDCVTYIRNHWEKNYNNVIRQLLFNFPPEQTTSTGAPFWSGPKRCPHA
LTFDVNNETHLDYIVSGANLHAEMYGLKQCRDKEAIKTMVSKVKVPEFTPRSGVKIDVTDAEAQARQNDGFYDTQLEHFQ
KSIPPPSEFKSLNLTPIEFEKDDDTNFHLDFIVAASNLRAENYDIPQADRHKSKLIAGKIIPAIATTTALVVGLVTLELY
KLSQGHKKVESFKNGFVNLALPFFAFSEPIEAPKNEYNGHKFTLWDRFEVQGEMTLKEFLDYFQKELNLEITMLSQGVCM
LYSFFMQAAKREERMVLPMSEVVKKVSKKKIAPHVRALVLEICCNDKDGEDCEVPYVQYKLP*                 
>Lgig_116743                                                                    
MAVNWPRRWGHVQKLTERSGPFAHPDFEASEETLTFLQDTCHILIIGAGGLGCELLKDLVLLGIRNIDVIDMDTIDVSNL
NRQFLFRPKDVGKTKAETAANFINQRIPGANVKAYFAKIQDYDTDFYRKYHIIVCGLDSIVARRWINGMLVSLVKYEDGE
LDQSSLIPMVDGGTEGFKGNARVILPGLTPCIDCTLDLYPPQVNFPLCTIAHTPRLPEHCIEYIRILLWPKEEPFGEGVI
IDGDDPSHINWILKKSLERAKEYNISGITYRLTQGVVKRIIPAVASTNAVIAAACATEVFKLATSCCQPLNNYMNFTDID
GVYTYTFEAEKRVDCPACSQKPQNINFTETDKLQDIINYLTENVTYQMKSPSITTVINGKNKTLYLQSVKSIEEQTRGNL
KKTLSDLGLVNGCELYVADPTTPTSLTFILQLATNME*                                          
>Lgig_178117                                                                    
MKNSLSPNLYNNVSNCKVLVVGAGGIGCELLKNLVLTGFSDIQVIDLDTIDVSNLNRQFLFRKEHVGKSKSQVAKESALK
FNPNVNIVAYHDSVMNPDYGADFFKQFKLVMNALDNRAARNHVNRMCLAADVPLVESGTAGYLGQVTVIKKGLTECYECR
PKAAQKTFPGCTIRNTPSEPIHCVVWAKHLFNQLFGEEDPDQDVSPDTEDPELTAAAGESALEKETEGKEIERKSTRVWA
MDTGYDAEKIFSKLFRDDIKYLLTMETLWKKRRPPEPLDYNNLSDESPSSTNDMRDQRIWSMKECADVFSKCLAKLKTDL
AAQGDGGMLVWDKDDDKALDFVVSAANVRANIFGISQKSRFDIKSMAGNIIPAIATTNAIIAGLIVMEALKILDNKFDKC
TAVYLNRKPNFRKKLLDAGRLDPPNPKCYVCSAKPEVTVVLNTQKITIKFLEDKILKSELGMVAPDVEIDNGLGTIIISS
EEGETEQNNDKFLSKFNIINGSRLKCDDFLQNYNLNITIAHVEKLEDEKEFMVVGDMAELQAKLDENSKKKEGESSGATP
GNTSSKGRIGSVNYHSNLYTKQILVIF*                                                    
>Lgig_232383                                                                    
MASEEIDDSLYSRQRYVLGDSAMKRMAQSSVLLCGVGGLGIEIAKNIVLAGVKSLTIQDDKNASIEDLGTQFFLHEADIN
KNRAEASSHHLSELNPYVSIKTLTQKLDEKTDLSYLKQYQCIILTESPLNVQLKVNRYCRSQKPQIQFISSDVFGILGQV
FCDFGDEFEVMDHNGEEPKEVFVANITQGSPGIVSTLDNKVHGFENDDTVVFKEVKGMDCLNGHQFKIKVESPCTFSIGE
TSLLDEYKGGGIASQVKISKHFKFESLEEQLKNPALLHPDLCKLDAPATCHLTYYTLQTFIQKENRYPNVWSVEDSEKFE
NLAQELNQQLTSPVDCINRQLLRSICFTSQGCLPPLCATLGGFVAQEALKALTGKFTPLNQWLYLDAIEVIPQDPPSPQS
FHKKGDRYDLFRICVGEEKVKELANTKLFMVGCGAIGCEMLKNYALMGISCGEQGKITITDNDLIEKSNLNRQFLFRPRH
IRMPKSTTAAKAVLEINPGLKIAAQQHKVCPQTEDSIYNDAFFESQDVIVNALDNVEARRYMDARCVTNKKPLLESGTMG
TKGHVQVIVPHVTESYGSQRDPPDEDFPYCTVKSFPATIEHCIQWARDKFEQVFVQKPQMFNKFWATNGDIEKVIKKLSN
DEALEGSVKVSKSAYTKPTTWLQCVEQARIKFEKYFNHKAKQLLHSFPLDTLLSDGSPFWQSPKRPPTPIIFDADNPLHM
LYIQSAARLLADVNGISWTPTDVDVTSIKNLLANVKVPQFIPSSKRIETDESASKGQEDSVISGNEEQETIQRFSKILHN
NSNIQVSVITADQKPIEFEKDDDKNSHIDYIAAAANPCCFDRDTLTYTMWDKWEVYGNKDFTLQNFLDHFKAKYSLEPSM
VVHGAKMIFAPIMPGHMKRKSHTMVKLLKPNNHTKYMDLILAFTNENDEDDDLEGPPVRYYFNL*               



>Nvec_XP_001638517                                                              
MAACTDGVLAGTLGGSLADKVNNSKILVVGAGGIGCELLKNLVLTGFKNIDLIDLDTIDVSNLNRQFLFHKQHVGKSKAK
VARESALRFNPDAKIVAIHDNITSPEYGIDYFKQFDVVMNALDNRAARNHVNRMCLAADVPLVESGTAGYLGQTTVIKKG
VTECYECQPKPTQKSFPGCTIRNTPSEPIHCIVWAKHLFNQLFGEADADEEVSPDTEDPEAVGEAGANAAQDGAAANNGG
EIQRQSTRLWAEQIGYNPLKLFNKLFNEDIKYLLSMDKLWKKRTPPTPLLWDTVTTESHSSENGSDDSQLQDQRVWSVQE
CAKKFSTSIESLKIELSTKGEDLSWDKDDPASMDFVCCAANIRAQIFGIPMKSRFDIKAMAGNIIPAIATTNAVISGIIV
MQGLNILAGKLDKCKTIYLNRQPNPRKRILVPCALVEPNPKCYVCASKPEVVTVFVNTETMTIQALEEKVLKERFGMIAP
DVEIDDGKGTIIISSEQGETEDNLPKALAEFNIINGSRLKADDFLQNYELVINIKHRTDLETDQEFEVEGDIPEPGSPGP
APVEPSNEPGLPSNGDTASQDELMVVENATPSRKRKLDENSRIAPEQTKRVRVEPDDDDGVIVL                
>Nvec_XP_001633684                                                              
MDGCDWPGRWNHIQKLLLRRGPLAHLDFEPGPQVLQFILESAKVLVIGAGGLGCELLKDLALCGFRDIHVIDMDTIDISN
LNRQFLFRPKDIGRPKADVAAEFINSRIAGCNVTPHFRKIQDYDTGFYKNFHIVVCGLDSIFARRWINGMLMSLLEYDED
GNLDQSSLIPMVDGGTEGFKGNARIVVPGITACIECTLDLYPPQVNFPLCTIAHTPRLPEHCIEYAKVLLWPQEHPFGNG
VSVDGDDPSHIQWILDRAKERADEYNIRGVTYRLTQGVVKHIIPAVASTNAVIAAACALEVFKIATSCCNPISNYVVFND
TDGLYTYPFEAEKKEDCPACSQRPQSLTFQEDATLKDLFTFLCEDPKYQMKQPGLTTMFNGKNKTLYMPSVKSIEEKTRV
NLAKQLKDLGISDGHEIVVADVTTPKSIICRIYYSSSME                                         
>Nvec_XP_001630838                                                              
MLGDQAMQKMAHASVFLSGVGGLGVEIAKNLTLAGIKSITLHDTRAASMADLGSQFFLREDDVTSSRNRAVASAGRVAEL
NPYVSVHTQTDALDENNLDVLKNYQCVILTDAPLSVQLKVNSYCRSQKPQKQFISTSLYGIFGCLFCDFGNEFEVLDTTG
EEPKEFFIGKITKDNPGVVTTLDNTLHGLETGDTITCKEIVGMEKLNNTQCTVSRVLSPYAFTISDTTGDEYGPYKHGGI
ARQVRPSSTILKFESLERQLEKPDILTADLCKMELPVQLHLGFRSLMAFQQKNGHLPNVRNEQDAAEVLRIATELNSQTE
NKVDVISSDVIRKMSFVGRGYFAPLSAAMGGIAAQEVLKALTGKYMPIRQWLYLDCIELLPYQENVSPTSFSPRCDRYDA
LRVCIGDELVRRIADLKLFMVGCGAIGCEFLKNFALLGIASGNNGLISITDNDLIEKSNLNRQFLFRPHHIQKAKSTTSA
TSTKEINPSLHIEAHQQKVCPDTEQDTFNDAFFESQEVVVNALDNVEARRYVDSRCVSNQRALLETGTMGAKGHVQVIVP
HLTESYTSQRDPVDQEVPYCTLKSFPAIIEHCIQWARDKFESSFTQKAGLFKKFWGTHQSPQELLQKLETGTEVDGLGQV
LGMMRRRPVTWGECVALARVKFEKYFNHKAKQLIHAFPVDTRLKDGSLFWQSPKRPPTPQVFNPDNDIDLLFVSTAARLY
ADVYGITVTEQDMSQQAILPLVQTAKVPEFVPSNKTIETDETANPKEKNLKTSHGEDDLQACREDLTRIIADEPTGSYGH
VTFLSLGIYPLEFEKDDDRNGHIDFITAAANLRARMYSIETADRLKVKRIAGKIIPAIATTTAAVAGLVRATIELVKIVM
GRPRDDYRNGFMNLALPYVIFSEPGPAATTVIRPGLTFTIWDRWIVKGNKNFKLKDFNQCIKDQYGLQVTMVVQGVKMIY
VPVVPGHAKRLDHKMTKLLKLSPSQTYTDLTVSFAGPNADEEDLPGPPVRYYV                           
>Nvec_XP_001625432                                                              
MDIDEGLYSRQLYVLGHEAMKKMAVSNVLISGLRGLGVEIAKNVVLGGVKSVTLHDTGAVELSDLTSQFFLNKKDVGKNR
AEVSHPRIAELNTYVSMSVNTQKLTEEFINKFQVVVLTESSLEEQLWISDFCHSKGIKLIISDTKGLFGQIFCDFGESFT
VVDTNGEQPVSNMISAVSKDAQGVVTCLDEQRHGYETGDYVTFCEVQGMTELNNCEPREIKVLGPYTFSIGDTSSYSDYV
RGGIVTQVKMPKIVKFKSFRQSLMEPEFVLTDFAKMERPSQLHLAFTCLSEYLKKHSSYPRPKNKEDAEKFVALAKELNG
KLCAKVDEVDDKLLSQFAFNARGDICPMQGVIGGITAQEVMKACSGKFNPIYQLLYFDCLECLPEESYIPEDQCQATGSR
YDGQIAVFGSEFQKKLGQQKYFVVGAGAIGCEHLKNFAMMGLGSGEGGHIYTTDMDTIEKSNLNRQFLFRPADVQKMKSE
VAARAVKVMNPDVNITAHGNRVGPETEKVYNDDFFESLSGVTNALDNVDARMYMDRRCVYYRKPLLESGTLGTKGNVQVV
LPFMTESYSSSQDPPEKSIPICTLKNFPNAIEHTLQWARDAFEGLFTIPAENVNQYVCDPKFIERTDKLPGMQAMEVYDS
VKKCLVDERPKDFAGCVSWARHLFQEYYHNTIKQLLFNFPADQMTSSGQPFWSGPKRCPHPLVFDPREGTHLDFISAAAN
LRAYMYGITGSKDQQYILDILKGITVPEFVPKSGVKIAVTDQEAEAERNTDEDDVDSVKSAMPTPESLQGFKMNPADFEK
DDDTNFHMDFIVAASNLRAANYDIPPADRHKSKLIAGKIIPAIATTTAIVSGLVCLELYKLVQGSKKYETFKNGFINLAL
PFFGFSEPIAAPKSKYYDTEFTLWDRFEVQGIKENGEEMTLQEFIDYFKEKERLEITMLSQGVCMLYSFFMAPAKLKERL
ASKVSEAVVKVSKKKIKPHVKALVLELCCNDENDEDVEVPYVRYSFR                                 
>Adig_9566v106464                                                               
MLARRSLTLSLRPFEILATVNPLTTMAGNGSVENDMQIDEGLYSRQLYVLGHEAMQKMAVSNILISGLKGLGVEIAKNVV
LGGVKSVTLHDTGLVELSDLSSQFFLQVGDIGKNRAEVSLPRISELNSYVRLSVNTKKLTEDFLGQFQVVVLTQSSLDEQ
LWAGDFCHERGIKLIIADTRGLFGQIFCDFGESFTVVDTNGEEPTSNMISSVSKDIDGVVTCLDEQRHGYESGDYVTFSE
VQGMTELNQCEPRKIRVLGPYTFSIGDTSGFSDYFRGGVVTQVKMPKVVKFKSFRESLTAPEFVMTDFGKMERPGQLHLG
YVTLHKFVSEYGSPPRPRNEEDAKKFVALAKKINSEKICSQVDEIDDKLLTQLAYNAQGDICPMQGVIGGITAQEVMKSL
DVVANALDNVDARMYMDRRCVYYHKPLLESGTLGTKGNVQVVLPFLTESYSSSQDPPEKSIPICTLKNFPNAIEHTLQWA
RDAFEGLFTIPAENVNQYIGSVVFSLFIGSRDQKLILDCLKSVSVPKFVPKSGVKISVTDEEASQERSGNVDDDDLDKVK
SSLPAPEQLAGFKMSPADFEKDDDTNFHMDFIVAASNLRAANYDITPADRHKVLGRKETELHITRQRMVRVASLGRKMFE
LLSVSKAVETISKKKIKPYVKALVLELCCNDKEGEDVEVPYVRYVFR*                                
>Adig_22968v118097                                                              
MFVENKADDWSGRWSHIQKLLMRSGPLAHQDFEPGPQVLEFMLESAKILVIGAGGLGCELLKDLALCGFRNIDVIDMDTI
DVSNLNRQFLFRPKDIGRAKAEIAAEFVNSRIAGCKVTPHFKKIQDFDADFYRGFHLIVCGLDSIIARRWMNGMVVCFKG
NARVIIPGLTACIECTLDLYPPQVNFPLCTIAHTPRLPEHCIEYAKVLVWPQEHPFGVGVPVDGDDPAHVQWIFQKAKER
AYNYSIQGLTYRLTQGVVKHIIPAVASTNALIAAACALEVFKLVSSCCNPLNNYMVFNDTDGLYTYTFEAEKKEDCAACS
QRPQVLTFPDDATLKSVIDFLNDSPTYQMKAPSLTTMVDGKNKTLYIQSVKSLEEKTRHNLPKKLKDIGLVDGQEIVVAD
STTPKAIICKIQFASSME*                                                             
>Hmag_XP_002165708                                                              



CELLKNLVLSGFTNIHIIDLDTIDVSNLNRQFLFQRKHVGKSKACIAKESVLSLKPNLNIIALHDTIINSEYNVDFFQKF
DFVLNALDNKVARNHVNRMCLAADVPLIESGSAGYLGQVTLIKKGFTECYECQPKPSNKTYPGCTIRNTPSEPVHCIVWA
KHLFNQLFGEYDEEAEVSPDTADPELSGEAGEQALACDDVTAARVSTREWAKGIDFNPEKLFTKFFFNDIKYLLSMEKLW
QKRQPPTPLSWSSIEMEEEKTQSYNVLLDKRIWSIYECRKIFQECVEKLRERVIEQGNVSELVWDKDDVVSMDFVAAAAN
IRSFIFHIPVKSRFDIKAISGNIIPAIASTNAIIAGLMVIEVLKLLSGRLYDCRTIFLNKQVKVKKQLLVPCLLEAPNPK
CYICAKKPEVTIFLNLQTVTVKQLEDKILKDKLCMVAPDVEIDDGKGTILISSEEGETEENWDKVLLDFKISDGTRLKCD
DFLQNFEIAITLRDKKDINVDQLFFLEGEIPVPKDEKSEDRTLENGSGAKKRKLSLEDENNSAIKKSKVELEIDSDIVIL
>Hmag_XP_002170111                                                              
MSTVDQSSPPSKRIRLNPSFEQLNGSSFETYNDQKSFSKDITMMADNEQEIDEGLYSRQLYVLGHDAMKKMGVSNILICG
LKGLGVEIAKNVILAGVKSVTLYDPEPCHLEDLSSQFYLTELDVGKNRAEATVTKLAELNSYVPVSVYDGELTNDFLSKF
QCVVLTNSSLSEQFQISDFIHRNNQKLIIADTKGLFGVLFCDFGNNFIVTDNNGEQVISNMIASITKDSEGVVTCLEETR
HGFEDGDYVTFTEVEGMTELNGCVPLKIKILGPYTFSIGDTTHLSPYERGGIVSQVKMPVTVNFKSLRESIKNPEYLVTD
YAKFDRSSQLHLAFQALHEYKELTGLLPKPRNKVEQIDEQLLSEFASQAAGDICPMQAVIGGMAAQEVMKACSGKFMPIK
QWLYFDSLESLPEDKSLLTEENCSPANARYDAQVAVFGKDFQQKLKSSKYFVVGAGAIGCEMLKNFSMMGVGCGSEGLVY
VTDMDLIEKSNLNRQFLFRSHDVQKMKSEIAALAVKEMNRDINIIAHQNRVGPDTENIYNDDFFEALDGVCNALDNIDAR
MYMDRRCVFYKKPLLESGTLGTKGNTQVVLPDITESYSSSQDPPEKSIPICTLKNFPNAIEHTLQWARDSFEGLFAQPAE
TVNQYINDPKFMERTLKLQGMQLLETLETLIKSIKKKPNGFEDCVCSARILFEEYFHNQIVQLLFNFPPDQTTSSGAPFW
SGPKRCPSPIKFDFSVDLHLDFVIAAANLFAYNYGIKGSVDRSYIQSLVKNVIVPEFVPKSGVKISVTEAEAANAGVDVD
EQKVESIKLALPPPNDLRGHLKMYPAEFEKDDDTNFHIDFIVACSNLRATNYKISTADRHKSKLIAGKIIPAIATTTSVV
TGLVCLELYKVINGNKKIESYKNGFVNLALPFFAFSEPMAAPKMKYNDQVFTLWDSFLIDGTMEDGSEMNLQQLMDYFMR
NKKLGLEITMISQGVSMIYSFFLAADKRKERLTSPISHTVEKISKKKIKPHVKILVLELCCNDAEGEDVEVPYVKYKLPQ
RK                                                                              
>Hmag_XP_002168115                                                              
IDAIAGSICAQEVIKAVTNKFTPTKQFLHFESLNVLPDNYIEDRRTNKHLYTPTNSRYDGQIVVFGSDYMNLLHSKNIFV
VGAGAIGCEHIKNFSMMGVNKIIITDMDHIEKSNLNRQFLFRHSDINQPKSMTAAKKGKKINCDVDIIAHKNKVCDETNN
IYNSDFFKSIDIVANALDNVESRVFVDSLCIKYRKPLLECGTQGTKGSIQTIIPDLTESYGSFSDQPEQTVATCTLKMFP
YKYEHVVQYAIDSFEGLFNRVPSNYIKIVKKYPENYVDEDGNRFWSGNKMFPTIHEFDIRNNSHIEFVIAFAHIWADVLN
IPKEKQIGNINAILSKKVPPNIPKNAECNVSIINFEKDDDHNHHIDFITAFSNIRSQFYNIEPKNRLETKRIAGKIIPAI
ATTTSVVSGFVALELYKTIYGQL                                                         
>Hmag_XP_002170025                                                              
YTPTNSRYDGQIVVFGSDYMNLLHSKNIFVVGAGAIGCEHIKNFSMMGVNKIIITDMDHIEKSNLNRQFLFRHSDINQPK
SMTAAKKGKKINCDVDIIAHKNKVCDETNNIYNSDFFKSIDIVANALDNVESRVFVDSLCIKYRKPLLECGTQGTKGSIQ
TIIPDLTESYGSFSDQPEQTVATCTLKMFPYKYEHVVQYAIDSFEGLFNRVPSNYIKAKNPENLKTLSPSEISEILNDVT
IIANNSNNFKCCVNFAYKQWHNVFRDPVVQIVKKYPENYVDEDGNRFWSRNKMFPTIHEFDIRNNSHIEFVIAFAHIWAD
VLNIPKENKLNVSIINFEKDDDHNHHIDFITAFSNIRSQFYNIEPKNRLETKRIAGKIIPAIATTTSVVSGFVALELYKT
IYGQLNKTYNTIQKYRYGSFNLAVQLFSFGESYPAKLTNIDGKLYSIWTQINVDPDKTLGELLNEWNSVLLIEKNTQTQM
SIDFIFDGDKIIYSKFDELSDNYDSQSIRDLIIKYNPEAKHDHYLSISLGSDAGIDNDCEYDHDIDNNYYDNPKINSGV 
>Hmag_XP_002165916                                                              
MFCDFGDKHVVADIDGEPINSGIVESIIKNKFRTFDLHNIYSGDVIYFEGNVDGLISKTDREPNLYIVNIINAHEFELRE
FLEIHKQMSHGERQIVILRTDPIAFPDSKPVNLIFKQIKLPVTFIFRSLEESLKTPEFAMIDNVDYDMPKILNVFMKALG
IWRSDCKHIDVLAFPNVFELLAKTCYGSICGIDAIAGSICAQEVIKAVTNKFTPTKQFLHFESLNVLPDNYIEDRRTNKH
LYTPTNSRYDGQIVVFGSDYMNLLHSKNIFVVGAGAIGCEHIKNFSMMGVNKIIITDMDHIEKSNLNRQFLFRHSDINQP
KSMTAAKKGKKINCDVDIIAHKNKVCDETNNIYNSDFFKSIDIVANALDNVESRVFVDSLCIKYRKPLLECGTQGTKGSI
QTIIPDLTESYGSFSDQPEQTVATCTLKMFPYKYEHVVQYAIDSFEG                                 
>Hmag_XP_002170204                                                              
IYNSDFFKSIDIVANALDNVESRVFVDSLCIKYRKPLLECGTQGTKGSIQTIIPDLTESYGSFSDQPEQTVATCTLKMFP
YKYEHVVQYAIDSFEGLFNRVPSNYIKAKNPENLKTLSPSEISEILNDVTIIANNSNNFKCCVNFAYKQWHNVFRDPVVQ
IVKKYPENYVDEDGNRFWSGNKMFPTIHEFDIRNNSHIEFVIAFAHIWADVLNIPKEKQIGNINAILSKKVPPNIPKNAE
CNVSIINFEKDDDHNHHIDFITAFSNIRSQFYNIEPKNRLETKRIAGKIIPAIATTTSVVSGFVALELYKHIRSLNKTYN
TIQKYRYGSFNLAVQLFSFGESYPAKLTNIDGKLYSIWTQINVDPDKTLGELLNEWNSVLLIEKNTQTQMSIDFIFDGDK
IIYSKFDELSDNYDSQSIRDLIIKYNPEAKHDHYLSISLGSDAGIDND                                
>Hmag_XP_002168046                                                              
METVVVKDEIDDSLYSRQRYVLGDNAMQKLAKSNVLIIGLGGLGVEVAKNVILAGVNSLTLLDEKICQEIDLGTQFFLTQ
QDVNNKLSRASACRSRLAELNPHVSVQIIKDDILSNLPSLKSYHCVVITEMPFSDQVVLNNFCREQTPPIYFISGDVRGL
FSYAFCDFGNEFEVTDIDGEEYREVFIGSITKSNPAVVGTLESRLHGLQTGDKVLLKGINGMLQLNFKTFIVQYLTPYTF
SIDCDTSTDDYQIYEHGGVFCKIKTPTIMNFQSLEMQLTNPSILLCDLSKLEYPLQTLLAFQSLYKYISQKQTLNNLHTA
FNELYDISISINSKVTNSEILTILSRTGSGVFAPLCAVIGGIISQEVLKCLTSKFTPLYQFYILDAMELSSSNNRSEVAN
NRYFSLNVCLSPDLVKKMSELSLFMVGCGAIGCELLKNFALVGLATKGDSILTITDNDLIEKSNLNRQFLFRPWHIQQSK
SLVASKEVCVINPVSVDTENIYNDHFFQKMGIIINALDNIETRRYIDGRCVSNTRPLIETGTMGTKGHVQVIVPHLTETY
SSQRDPVDEDIPYCTLKSFPQQIEHTIQWARDKFDSLFTYEPEVYNKFWDKNEDMNEIIKNFEENHQIPDGFVVSASLLK
KKPANFECCVKEAYLKFYSYFHNKALQLLNSFPLDTKMADGTWFWQSPKKPPSPIHFDPQNPLHIQFVTSYAMLLAKTYG
IWSEDCKSVKIPDVIKLFQLPEFNPSQKKVIIEENQDKENKNVNLDKVGGLIQYLSSLKELDAISLSVEHFEKDNDSNGH



LNFIYATANLRATMYGIENVDRYKIKRIAGRIIPAIATTTSVVAGLATLELLKVVAGCSRESLKNCFLNLAIPLMVLSEP
APAPKIKIINDVQFTCWDRWDIHGHKDYRLKDFVDYLKKKCGLTVNMVCQGLKMIYIPFMPGHPKRLNNLMTDLLKPSKD
TAYIDLIVAFQDPELSSESDLPSPPVRYYFL                                                 
>Tadh_XP_002110438                                                              
MATEVDIDDSFYSRQRYMLGDLAMRQLSKAKVFLSGLGGLGVEIAKNVTLAGVKGLTLHDVKNASVYDLGTQFYLNTENI
TKIENRAKASFQSISQLNPHVVVDVSTTPFNCESDLSFLLQYQCVVLTESPLELQVVVDQFCRSQDPPIAFISADVFGLF
SFLFCDFGESFQVIDGDGEEPEEILLSNVSKDNPAVVKTIYGVRHGLTTGDYVKFREIKGMTALNNRIEQITVISPDEFT
ICDTTSDQFGSYANGGTCVRVKIPFNVQFEDLSTQFNKPDIAMTDFSKPEVNLQSIIALRALHTFNDGYKRMPRIRDTKD
AEQVINIALSIIDSMITKVDKLDVDIVTQLAYTCQGCFQPLVATMGGIVGQEVLIALTNKYAPIKQWLCLETQSLFDGSK
DNSMFLPRNDRYDGLRICIGNDICERLSKLRLFMVGCGAIGCEMLKNCALTGIATSVDGLMTITDHDLIEKSNLNRQFLF
RESHIQKSKAVCSAEVTRVINPVGPSTETSVHCDSFFKTLHVVVNALDNVEARRYMDGRCVSNQRPLLDSGTTGPKGHVQ
VILPFETETYSDQRDANDETVIPYCTLKSFPARIEHTIQWARDKFESFMVHKPSTYSKFWSIHGQPNEIIEKLERNQSLQ
GIVVVAKLLNNRLHTWEDCIRIARIKFEKYFNHKARQLLDAFPLSATLSDGSLFWSSPKRPPAPLQFDVHNETHIAFIES
TARLLADVYGLSYNQQLARISIPAIVADTVIPVYTKSNKEIVVDESVKKEEITKVETKIEKYIHDVNLRAMMYGIETVDR
LKTKRIAGKIVPAIATTTATVAGLVTAELIKIVSQLPLNGYRNAFINLAIPLVLLSEPGPANKTAINDDISYTSWDRWDV
VGDESFTLSQFIQWFKDHYKLTATAVMHGVKIIYMAVMPGHAKKRDQTMKKLLKLQSSVKSVELTVSFEDKYGDSVTTPP
IRYSLS                                                                          
>Tadh_XP_002113085                                                              
MIDDSADWPGRWNHILKLITRGGPFARPDFVPNPEILPFILDNCKILVIGAGGLGCELLKDLALTGFRNIDVIDMDTIDV
SNLNRQFLYRPKDVGRPKAEVAAEFVNRRIHACKVQPYYARIEDYDESFYKKYSIVVSGLDSVIARRWINGMLLSLLEYD
ESGAVIPTSVVPFVDGGTEGFKGNARVILPGITACLECTVDLFPPQVNFPLCTIAHTPRLPEHCIEYVRILLWPQEKPFG
DDTGVDGDDPSHIQWIMDKAIDRAEKYNIKGITYRLTQGVVKRIIPAVASTNATIAAACANEVFKLATSCSGMLSNYMVY
NDTEGMYTYTFEAEKRDDCVACSLKPQTLSFHENDKLKDVINYLKESPHLQMKSPGITAVVNGRNKTLYLSNIPAIEEKT
KPNLNLTLSELGLTQQQEIGVVDKTTPKSLIFRINLITSMDQ                                      
>Tadh_XP_002113048                                                              
MTDHAEPQIDEGLYSRQLYVLGHDAMKKMGSSDILISGMNGLGIEIAKNVVLAGVKSVTIHDTEVVEIADLSSQFFLREG
DIGKNRAEASCDRLSELNNYVNVNVYTGSLTEDFLTHFKVIILVQASLSQQLKIGEFAHESSIAFLVADTRGLFGQVFCD
FGAQFQVLDTNGERPISCLVSSITKDSEGVVTCADEQRHGLEDGDYVTFKEIRGMVELNDGKPRKIKTLGPYTFSIGDTK
NYSNYEREGVVTQVKMPTTLKFKSIKAALSEPDFLVSDFAKFDHPPQLHLAFQALSEYQRRYGQLPRPRNEADALNFLNV
VKEINEKSEFKVDSFDDDLLKLFAFNAKGNLSPMQAVIGSITAQEVLKACSGKFSPIRQWFYFDATECLKGVNPAAAEED
FQPSDSRYDGQVAIFGKEFQKKLESLRYFVVGAGAIGCEILKNLAMIGVGAGSNGHIYVTDMDIIEKSNLNRQFLFRPWD
VQKPKSLTAANFVKQINPNVRITPHENRVGQDTEKIYNDDFFEALTGVINALDNVEARQYMDRRCVYYRKPLLESGTLGT
KGNVQVVLPYVTESYSSSQDPPEKSIPICTLKNFPNAIEHTLQWARDAFEGLFKQPADYANQYLSDPKFMEKLNKMQGSQ
PMEILEAVKKALVDEKPAAFEDCLRWAVTLFQDYYYNTIKQLLYNFPSDQKTSSGAMFWSGPKRCPHPIKFDVENQLHLD
FVIAASNLKAEVYGVAGSRDIEEVKNVLRKVEIKEFTPKSGIKIDVTEAEAEARMSAAIDHSEMEKIIAALPSTDSLKGF
KLADIEFEKDDDTNFHMDFIVAASNLRAENYEIEKADRHKSKLIAGKIIPAIATTTSLVTGLVCLELYKIVMGLKDIDSF
KNGFLNLALPFFGFSEPIAAPINKYNDVEFTLWDRFEVNGIKDDGKEMTLTEFLEYFKKHHNLEITMLSQGVSMLYSFFT
PKAKLQERLPLPMTELVQKVSKHRIRSHVKSLVFEICCNDTDGEDVEVPYIKYNFR                        
>Tadh_XP_002112065                                                              
MLTQLRKQLFECRVLVVGAGGIGCELIKNLVMTGFHNIELVDLDTIDVSNLNRQFLFRKEHVGQSKAKVAKENALRFNPD
VNILARHDSIINPDYDVDYFRQFTIVLNALDNRAARNHVNRMCLAADVPLIESGSAGYLGQVTVIKKANFLYNNYGETEC
YECQPKPTQKSYPSCTIRNTPTEPIHCIVWAKHLFNQLFAELDEDNEVTPDAEDPEATDANKQIDQGSDSNLKISTRPWA
ESVGYDPQLLLRKLFQDDIKYLLKMDKLWQKRKPPVPLDFDNLLEGDSCFINDNTVLKDQLVWNIHECVQEFLHSVTSLK
KRLEMSKSYLIWDKDDDVAMHFVASSANVRAHVFGIPLKSLFDVKSMAGNIIPAIATTNAIVAGLIVTEALKILKGRLDL
CRTVIMYKNNLTMKKLIIPCLLEKPNKGCYVCSSKPEVCIRINIDDITIRHLGEEILKKRIGMIAPDVEVDDGSGIILIS
SEEGETEDIINCKLSQFGIRNGSQLKADDFLQNYSLKLKVIHEYVLMPPRLLFISSSKLTIVKSIIFTAIL         
>Mlei_ML019210a                                                                 
MECTNTINYDLHLSRLLVRQGSNPDPDFVPSPNMVPMLQDQCKILVVGAGGLGCEIIKCLAMTGFRAVHVIDMDTIDLSN
LNRQFLFTPDDIGKPKAEAAVRAVMKRIPGLRYVAHYNKIQDFDDDFYLQFNIVICGLDSVYARRWMNSTLLNIAIQRES
IIPFLDGGTEAFKGHCRVVIPTKTACIECNMDLYPPQQNFPLCTIANTPRLPEHCVEYAKIVLWPKEEPFGSGVGVDGDN
PDHITWLYKTAVDRAKSYNISGVTYRLTQGVTKRIIPAVASTNATIAAACVTECLKIATSSYNYLDNYMMFNNVDGIYTF
AFTSERKENCLVCSRCSQELSFSASDKLQVFLDKIGEETGFNLKKPTLTANIAGENRTLYMSNLAQMEEVLRPNLEKTFK
ELDFVDGQEVIVTDPGMKMPVHFQVHLE                                                    
>Mlei_ML034662a                                                                 
MALYTDINFNKSAKIFVVGAGGIGCELLKNLVLTGFTNLHVIDLDTIDVSNLNRQFLFQRIHVGQSKSMCATNTVKLFNP
DVNITTYHESVISPKFNAEFFKQFAVVMNALDNLAARTHVNRMCLAANVPLVESGTGGYQGQVQVIKKGRYECYECNQKK
SGVKSYPGCTIRNTPSEPIHCIVWGKHLFNQLFGEPDPDQDVSPDTADPEAVADAGAVAAASETETTRKSTRQWVEDNEY
NPDKILHKMFHDDIKYLLTMDKLWKSRKPPVPLNLSELQGAGEGSSNGTYALKDQRPWSIQECVHVFRESVRSLSNEYKS
SGYLTWDKDDKPAMDFVTATANIRASIFSIEQKSRFDVKSMAGNIIPAIATTNAIIAGQIVLEGMKILREDWAKCTMSIL
QRRPTNRRKLIVPSPLEKPRESCYACAEKPEVTVSLNTETMTVGGFEEKVLKKHLGMVAPDVEIEDGKGTIIISSEEGET
TENNEKTLSHFGVTNHTRLKCDDFLQEYELVVTILHNTVLSESRENPVEFTVSGSAAPAPAPLPAASAVETAKSVNEVSG
SNSLTPRKRNREEIEIEDNDDLVVL                                                       



>Mlei_ML174758a                                                                 
MQQSNGNGSTTATNGDIDESLYSRQLYVLGHDAMRKMAASSILICGLGGLGVEIAKDIILGGVKSVTLQDTKTTSWQDLS
SQFFLRESDVGKNRAEASLPRLVELNEYVSTTCTTEPVSTELVSKFSVVVLTDSTRDEQLEIGDFCHANNIKFICANTNG
VFGNIFCDFGEDFKVTDTNGEQVLSVMVSAVTKDGDGIVTCLDEKRHGFEDGDFVTFHEVEGMVELNECTPRKIEVKGPF
TFSIGDTSSLSDYTRGGIVTQVKMPISVKFKSMREALKDPEVLPTDFAKFEQPYQHHICYLALSEYQKSHGSSPTPYNSA
DSEKFVGLCKEVNEKYSLGLEVNDKLCTEFANGCSGQLVGVQAFIGGSTAQEVMKACSGKFMPTKQWLYFDCAEVIPEGL
TEADCKPTNTRYDGQILCLGKALNDKISDQKWFVVGAGAIGCELLKNFAMMGVGHNKGMLTVTDMDTIERSNLNRQFLFR
SWDVTKMKSDTACNAVKEMNPDINVTSHQNRVGPETEKVYTDSFFADLNGVANALDNVDARSYMDRRCVYYKLPLLESGT
LGTKGNVQVVLPHITESYSSSQDPPEKTIPMCTLKNFPNAIEHTIQWARDQFEGLFTKTAENCHKFITEPKFLEKQKSGG
ALMSILEGLRKDLTKELPTDFTDCIRWARLLFEENFHNTIAQLLYNFPSDQKTSSGALFWSGPKRCPSVIEFDANNNAHL
DFIVAAANLRAFNYSIPSNRDRDFIKAQVATVSVPAFKPRSGVKIAVTEAEAENMHNDDESDSDKASVILEELNAKMDQL
KSLNIQVADFEKDDDTNFHMDFITACSNARAASYRIAPANKHKTKLIAGKIIPAIATTTAVVAGLVSIEMYKMIQGLKDV
EKYKNAFLNLALPFFAFSEPILAPKNKYYEVEWTLWDRYDIKGDITLQELLDIFENDHKLEISMLSQGVCMLYAFFMPAD
KRKERCGMKISELVELVTKKKLPAHKRALVLEICCNDTEGEDVDTPYINYQLP                           
>Ocar_g2374_t1                                                                  
MGPKGHVQVVVPHLTESYSSQQDPPDQDVPYCTLKSFPAVIEHTIQWARDKFESSFTQKPQLYNKFWETHQTPATALQKF
IVNENIEGIFQVSKMLTTFPSDWTSFWQSPKRPPLPQVFDASNQSHLDFVVSCARLYAYVFGIECTEKALSSSSLLPTLA
SAKVPEFRPSSKKPGPAAEAAPDAVEACKAKLKAAVERKVPRSRLRVHPASFEKDDDSNGHIDFITAASNLRAEMYKIEA
ADRYKTKRIAGRIVPAIATTTAAIAGLVSLELLKVVKKVPLEHYKNVFLSLALPVVVFSEPAAAPRETIMEGLSYTLWDK
WEVRGRLNFTLQDFMNHFKGRHGLEPSMVVFGVRMIYVPVMPGHQKRLPQPMLKLIKPADGVEYVDLTVSFGIPGSDEDK
PIPPVRYYFQ                                                                      
>Ocar_g8150_t1                                                                  
KAVQILLIQMDRMEADMAKECKQGFAELQTDLDVFHDATSSTHVPLLSFRDFARRVFFPTTVDHAVLQPLSEHLSSHSPT
AAMKVTRGMDMFRGLLGNKTFLSKMVHTMESEKSFGMRDRVEVASLLMVIFQDQMDYATEVLKMLLTDLIRSSGNRAQPK
LLLRRTETVAEKLLTNWLSVCLHQYLEEVAGSPLYTLYLAVKSQIDKGPVDAITGESRYALSEEKLLRQQIDFKEISCSI
LTPGQQQNAVKVRLLDVDTVSQAKEKCLDVVYKTTGVSSRPALHEVDLCVANQSSMAHQGQQGSLRLRDEDNSTKVDSGW
KRVNTLKHYNIVDGTMLVLLPRDPMPNNGKIVDHTQMILASPTRSASVDDDLGPRVWHLIKQVETTTREHQKMRIIQKFV
DDVFDSMYAVSKVPFALKYLYDFLDAQADLAGISDPDVLHTWKNNSVPLRFWMNVIKNPEFVFDVHKSVSVDSFLNIVAS
TFMDGCSVSDHKLSKESPSSKLLYNKEVQQYKQRVQRYYAEIQSQRKLTENDMKREMARISQLHGKEFHQDSALYQLSNF
MQKYRDQLKNDLPPAKKPKTSEIAEDANMTEAREIDEGLYSRQLYVLGHEAMRRMGSSNVFVSGMRGLGVEIAKNVVLSG
VKSVTIHDEGDVSISDLSSQFFLREDDVGKNRAEVCLPRLAELNNYVPMSCHTGPIANDFLAKFQVVVLTSSSLQEQLSV
ADFCHGNGIHLVVAEVFGLFGHIFCDFGKNFKVSDPTGEQPNTALVTHVTKDEVGVVTCPDDTRHGFSTGDFVTFAEIEG
MTELNGCEAMEVKVLGPYTFSIGDTSKMRDYSKGGVAIQVKKPTFVNFKSLRESLGKPEYVISDFAKMDRMEQLHIAFQV
NEIDEGLIGQLSFNGTGDLPPMHAVIGGISAQEVLKACSGKFNPIFQHFYFDALECYPEEKSSDFIPENFQPTGSRYDGQ
IAVFGKDFQAKLGKQKIFVVGSGAIGCELLKNFAMMGIAGGEGGHIFVTDMDRIEKSNLNRQFLFRPWDVQKTKSSTAAK
AVKAMNPKIAITAHENRVGPETESIYNDDFFDGLDCVTNALDNVEARAYMDRRCVYHRKPLLESGTLGTKANVQVVLPNL
TESYSSSQDPPEKSIPICTLKNFPNAIEHTIQWARDAFEGYFTHPSKNANQYLSDPQFVENALKHQGSHPGELIGSVKNA
LVDTLPKTFADCVEWARLEFESQFRSALKQMLFNFPPDQLTSSGQLFWSGPKRCPKPIEFNASEEMHLDFIVSGANLKAE
MYGIEGSRDRAAVRHIVEQIKVPEFVPREGVRIATTDAEAEEVGGLVKYASMLRRLASLRSQTVRKQKTKGIAGKIIPAI
ATTTSLIVGLVCLELYKLVNGNKKVESYKNGFINLALPFFAFSEPILAAKQKYYDHEFSLWDRFEIDGMKDGKEMTLQEL
IAFFKTEHKLSVTMISQGVVLLFSFFMQGSKVKERLAMPITKAVETVSKKKLPSHVKSLVLEMCCNDEDGEDVEVPYIKY
NSRS                                                                            
>Aque_XP_003392150                                                              
VARRWINGMVLSLLQYDDNDQLDPSSIIPLVDGGTEGFKGHARVILAGMTACMDCTMDLYPPQINYPLCTIATKPRLPEH
CIEYSKIILWPKEKPFGEGVSIDGDNPDHIMWLFEKAQQRAEEFRIQGVSYRLTQGVIKHIIPAVASTNAVIAAACATEV
FKLAT                                                                           
>Aque_XP_003391593                                                              
LYMDRRCVYYRKPLLESGTLGTKGNVQVVLPNTTESYGSSQDPPEKTVPICTLHNFPNAIEHTLQWAREKFEELFAQPPD
IVCQYLSDPAGFLARVHKGAGNEPLMTLRTLKTAAIDKRPTKFPDCVEWARLLFQEYYYNTIAQLLHVFPPDHKTTTGQP
FWSGPKRCPTPIKFDPSEDLHLQFIVAGSILYAETYNIKPVKDKEEIRRMATAVVVPPFVPKSGVVIHTTDAEAQAASNA
VTSDTDEMTAIENSLPSLQELKDLKMTPLDFEKDDDTNYHMDFIVACSNLRAGNYSIEPADYHKSKGIAGKIIPAIATTT
SLVVGLVCLELYK                                                                   
>Aque_XP_003386566                                                              
MEIAVNCSSYKRLSHTLTLSAMDPMEVATSTTVPSDGNIPAGRWESIQYLLTRGSPLAHPDFEPSEETLQFMRDICKLLV
IGAGGLGCELLKDLALMGFTNIDCIDMDTIDVSNLNRQFLFRPKDVGQPKATVAARFVNERVPGVNVTPHFAKIQDFPPD
FYKKFHIIVCGLDSVVARRWINGMVLSLLQYDNNDQLDPSSIIPLVDGGTEGFKGHARVILAGMTACMDCTMDLYPPQIN
YPLCTIATKPRLPEHCIEYSKIILWPKEKPFGEGVSIDGDNPDHIMWLFEKAQQRAEEFRIQGVSYRLTQGVIKHIIPAV
ASTNAVIAAACATEVFKLATSCSLPMQNYMVFNDVDGVYTFTFEYERKEDCIACSTRPVTVTVSEEATLRVLYDLLCESD
QFMMKAPSLTTVIKDTNKTLYMPTVPAIEEATKCNLDKKLTALGITDNHIVTVADQTTPKSILIHVKFSFNME       
>Aque_XP_003385669                                                              
MADSTEKEIDEGLYSRQLYVLGHDAMRKMGASNVLIAGMKGLGVEVAKNVVLAGVKSVTIYDPDTIELPHLSSQFFFTEN
DVGKNTADVCQPHLSELNSYVPVDVLKGELSEEKLKKYQVVVLTDSSLTDQVRIGEFCHSNDIKFIVCDTKGLFGQVFCD



FGNEFIVSDIDGEPPVSVLISSVTKDTEGVVTCSDETRHNLTGEDYVTFKEVEGMTELNGCQPRPVKELGPYTFSIGDTT
GFSDYVKGGAAVQVKMPKTFKFKSINESLNEPEFLISDFAKFERPAQLHIGFQALHSYKSKCGCLPRPYNREDEIDEKLM
MKLSYLSRGDCSPMQAVIGSITAQEVMKACSGKFSPLVQWFYFDALECLSEEEGGDELPEAAAVPQGSRYDGQIAIFGSD
YQKKLEQLKYFIVGSGAIGCELLKNFAMIGIGAGPNGKVFVTDMDHIEKSNLNRQFLFRSWDIQKPKSTVAANSVKRMNP
SLNIEAQQNRVGVDSEDIYNDDFFESLDGVCNALDNVDARLYMDRRCVYYRKPLLESGTLGTKGNVQVVLPNTTESYGSS
QDPPEKTVPICTLHNFPNAIEHTLQWAREKFEELFAQPPDIVCQYLSDPAGFLARVHKGAGNEPLMTLRTLKTAAVDKRP
TKFPDCVEWARLLFQEYYYNTIAQLLHVFPPDHKTTTGQPFWSGPKRCPTPIKFDPNEDLHLQFIVAGSILYAETYNIKP
VKDKEEIRRMATAVVVPPFVPKSGVVIHTTDAEAQAASNAVTSDTDEMTAIENSLPSLQELKDLKMTPLDFEKDDDTNYH
MDFIVACSNLRAGNYSIEPADYHKSKGIAGKIIPAIATTTSLVVGLVCLELYKLANGNKKIETFKNGFINLALPFFGFSE
PMPAPKKKYYDKEWTLWDRFDIQGRKEDGSEMTLGEFLDLFQNDHRLDISMLSYDVSILYSFFMQKAKVTERKKMPMTEV
AKAASKKGIAPHVRNLVFEICCSDDQGEDVEVPYIKYNFK                                        
>Aque_XP_003385668                                                              
MADSTEKEIDEGLYSRQLYVLGHDAMRKMGASNVLIAGMKGLGVEVAKNVVLAGVKSVTIYDPDTIELPHLSSQFFFTEN
DVGKNTADVCQPHLSELNSYVPVDVLKGELSEEKLKKYQVVVLTDSSLTDQVRIGEFCHSNDIKFIVCDTKGLFGQVFCD
FGNEFIVSDIDGEPPVSVLISSVTKDTEGVVTCSDETRHNLTGEDYVTFKEVEGMTELNGCQPRPVKELGPYTFSIGDTT
GFSDYVKGGAAVQVKMPKTFKFKSINESLNEPEFLISDFAKFERPAQLHIGFQALHSYKSKCGCLPRPYNREDGAKFLEV
VKEVNTAAVAKVEEIDEKLMMKLSYLSRGDCSPMQAVIGSITAQEVMKACSGKFSPLVQWFYFDALECLSEEEGGDELPE
AAAVPQGSRYDGQIAIFGSDYQKKLEQLKYFIVGSGAIGCELLKNFAMIGIGAGPNGKVFVTDMDHIEKSNLNRQFLFRS
WDIQKPKSTVAANSVKRMNPSLNIEAQQNRVGVDSEDIYNDDFFESLDGVCNALDNVDARLYMDRRCVYYRKPLLESGTL
GTKGNVQVVLPNTTESYGSSQDPPEKTVPICTLHNFPNAIEHTLQWAREKFEELFAQPPDIVCQYLSDPAGFLARVHKGA
GNEPLMTLRTLKTAAVDKRPTKFPDCVEWARLLFQEYYYNTIAQLLHVFPPDHKTTTGQPFWSGPKRCPTPIKFDPNEDL
HLQFIVAGSILYAETYNIKPVKDKEEIRRMATAVVVPPFVPKSGVVIHTTDAEAQAASNAVTSDTDEMTAIENSLPSLQE
LKDLKMTPLDFEKDDDTNYHMDFIVACSNLRAGNYSIEPADYHKSKGIAGKIIPAIATTTSLVVGLVCLELYKLANGNKK
IETFKNGFINLALPFFGFSEPMPAPKKKYYDKEWTLWDRFDIQGRKEDGSEMTLGEFLDLFQNDHRLDISMLSYDVSILY
SFFMQKAKVTERKKMPMTEVAKAASKKGIAPHVRNLVFEICCSDDQGEDVEVPYIKYNFK                    
>Aque_XP_003383264                                                              
MAESKEKEIDEGLYSRQLYVLGHDAMRKMGASNVLIAGMKGLGVEVAKNVVLAGVKSVTIYDPDNIELRHLSSQFFFTED
DVGKNTAAVCQPHLSELNSYVPVDVLKGELSEEKLKKYQVVVLTDSSLTDQVRIGEFCHSNDIKFIVCDTKGLFGQVFCD
FGKGFVVSDSDGENPVCVLVSSITKEEEGVVTCSDETRHNLMDGDYVTFNEIQGMVELNGCLGRKIKVIDSYSFSIGDTR
SFSDYVRGGVAIQVKTPKPVNFKSIKDSLNEPEILISDFAKFERPAQLHIGFQALHSYKTKYGCLPRPYNREDGAKFLEA
SPLVQWFYFDALECLSEEEGGDELPEAAAVPQGSRYDGQIAIFGSDYQKKLEQLKYFIVGAGAIGCELLKNFAMIGIGAG
PNGKVFVTDMDHIEKSNLNRQFLFRSWDIQKPKSVVAANSVKRMNPLLNIEAQQNRVGTETEDIYNDDFFESLDGVCNAL
DNVKARLYMDGRCVYYRKPLLESGTLGTKGNIQVVLPNTTESYGSSQDPPEKDIPVCTLHNFPNAIEHTLQWARDKFEEL
FVAPAKVCDQYLSDPKFIETAEAASGNQALMTLRTLKTAAVDKRPTTFPDCVKWARLLFQEYYYNTIAQLLHVFPADHKT
TSGQPFWSGPKRCPSPIEFDSKEDLHLQFIVAGSILYAETYNIKSIKDKEEIRRMATAVVVPPFVPKSGVVIHTTDAEAQ
AAREAAVVDENELETLKASLPAPDKLKDLNMTALDFEKDDDTNYHMDFIVACSNLRAGNYSIEPADYHKSKGIAGKIIPA
IATTTSLVVGLVCLELYKLANGNKKIETYKNGFVNLALPFFAFSEPMPAPKKKYYDIEWTLWDRFDIQGKKDDGSEMTLG
EFINYFENEKKFDIFMINFENAIMYSVMMNKEKVERRKTMAVSEVAKEASQKDLPPSQRSMVIVISISNDDFDEIPFVRY
HYK                                                                             
>Aque_XP_003382685                                                              
MADCLNESLRNTVSTSKVLVVGAGGIGCELIKNLVLTGFKNLVIVDLDTIDVSNLNRQFLFQKDHVGRPKVEVARESALA
FNPTATITAIHDSILNPEYNISFYKQFALVMNALDNKKARNHVNRLCLAAGITLVESGSAGYLGQVTVIRKGASECYECQ
PKPAPKTFPGCTIRNTPSEPIHCIVWAKHLYSQLFGEPDADNDVSPDTALENGTVCEVMEAENEVVQRVSTRQWVESKEY
NPEQVFEKLFVSDIEYLLSMEKLWQTRQPPMPLKAESLLSSSGQYENDRDMLLPDQRIWSVAECVKVFMKSLPVLRERQL
KEGELIWDKDDHNDLDFVVATANLRCHTFGIQLKSKFDIKSMAGNIIPAIATTNAVIAGLIVMEALKILDGQFNKCKTTY
LPKNPNPRKRLLVTCPLLKPNPKCYVCSPCPEASVKLNTNSTTIATLRDKIIIGHFGMIAPDVEIDDGKGTILISSEEGE
TDDNLPKFLGEFNISGASRLKVDDFLQNYQLILNLFHSDEALSDEKEFEVISDDNIDEARLVKRKAEDDIESTSKKQRTD
YNNSLIQ                                                                         
>Mbre_XP_001747969                                                              
MDTTGQTRAACLVQVLGADLYTKVQECKLLVVGAGGIGCELLKNLALAGFQHIEVIDLDTIEVTNLNRQFLFQKQHVGQS
KAKVQAFAPSCAMWDVAACQSAPSFSLRAASIDFFRVHEHQVASEAVRRFNPALKIVAHHANIFDADFNLAYFERFDLVL
NALDNLKARRHVNRMCLAANRPLIESGSAGYLGQVSVHLKGVSECYECQEKPKPKSYPACTIRNTPSAMIHCIVWAKFLF
THLFGVVDDENDVAPNPDDPELEQSAQTSSDSEPSAPATTDNAEARQSTRDWAEQHHHDPNLLVRKLFQRDIGMLLKMDN
LWKNRTPPVPVDFDQPLDDTRDNSSGKLPDQRVWSLQQCVDKFTQSGAALRDRLHAAGADGLVWDKDDDEAMDFVCAAAN
LRARVFHLAPESRFDVKSKAGNIIPAIPTTNAMVAGLIIAEAYKVLQGRLEACRTVYVSRQIASRNKLLTPLKLEPPNPN
CLVCRDKPMLILRTNLQQLTLRTLAEDVLKQELCLAVPEMTLSDGRMILAAPDEDDDEDDRRILETKLYPRTLASFNIGD
GSECKVTDDLQGMILTLTFRQTEELAEDQPFVLERHGAVTAEPPAPSEAQPSTSDAVLIADDDETTPGSGEGATSKRLCA
ADEDDAVDCKRSKAE                                                                 
>Mbre_XP_001747721                                                              
MAAENQDIDEGLYSRQLYVLGHEAMMKMKNSDVLISGVGGVGIEIAKNVCLAGVKSVTIHDPKVVEIRDLSSQFFLKEED
VGKTRAAASAPHLSELNSYVPVTAYEGELTDDFVAKFQVVVLTESTLQEQIRVNKVTHTNNKALIVASTRGLFGQLFCDF
GPDFAVVDTNGEQPRSALVVSITKDKEGVVTVHDDARHDMEDGDFVTFSEIHGMEELNGCEPRPIKVTGPFTFTIGDTTG



MTDYVRGGNVTQVKMPKKMAFKSLEESLKDPEYVMSDFAKWDRPGLLHVGFQAISAFREKHGRFPQPGNTADADDFVALA
KEANANTVNVDLDDKVLRAMASQASGAVAPVDAVIGGIAAQEVMKACSGKFHPLQQYFYYDALEALPEQPAAEDLQPMNS
RYDGLIAVFGQKFVERLNQQKYFMVGAGAIGCELLKNFSMLGLGASPQGKLTVTDMDTIEKSNLNRQFLFRSWHVGKLKS
ECATETARVMNPNMNIEFMADRVGADTEHIFHDDFFAGLDGVANALDNVEARQYMDRRCVFYKKPLLESGTLGTKGNTQV
VLPGLTESYSSSQDPPEKSIPICTLKNFPNKIDHTLQWARDLFEGLYAQTPGDVNNYLSQADFLDKVSKLPGSTPVDTLE
GIKDSLVDNRPRSFQDCVDWARLKFEDLYVNKIKQLLFNFPPDKTTESGAPFWSGPKRCPTPLKFDVADPNHLGFVWAAA
NLRAAIFNLNGERDVSVVAQLIQNVKVPEFVPRSGIKIETDEKKAEEEAQRVAADTDEVQVLAKQLPPRGELAGFSLSPQ
DFEKDDDSNFHMDFITAASNCRALNYSIEPADKHKSKLIAGKIIPAIATTTALVAGLVCVELCKLVAGLKDIESYKNGFV
NLALPFTSFSEPIACPKNKYNDTEWTLWDRFEVNSPLTVQGLIDYFEKEHQLEVNMVSCGVSLLYAAFGMSKDKQKARLG
AKIEDVVQEVTKEPIRKGQKYLVLEVCCDDTEGEDVEVPFVLYRL                                   
>Mbre_XP_001743334                                                              
MAVEGKASGEDSPARWQHNDRLLTRTGPLAVPGFEPIPELRDFLMNDCRVLVIGAGGLGCELLKDLALCGFRRIDVIDMD
TIDVSNLNRQFLFRPKDVGRDKATVAAEFINRRIPGCQVTPHFNRIEDHDPDFYRQFQLVVCGLDSVAARRWINNMLLSL
LQYDDEGQLLEHTIIPLIDGGTEGFKGNARVIIPGKTACVECMLDLFPPQVNFPMCTIANTPRLPEHCIEYAKIVQWPKE
RPNDKLDGDDPEHIRWLHDKAAERAGQFGITGVNYSLTQGVVKRIIPNVASTSAVIAAACANEAFKLASSCAPTLNNYVV
FNDTYGVYTHTFEYERKPECLACSRAPRNINVEPHQTLTMLLDELTTRADFQFRGPGLTTSMGEKNKTLYMTRPPALEEA
TRPNLDKTLQELGLVDGQIVNVTDPTSPIPLRLRLRMPTAAMDTE                                   
>Sros_PTSG_00344                                                                
MSTPEHNKKPKMGDRWAHIDKLLSRTGPLAVEGFDEAVGMIRPFLQDSVRILVIGAGGLGCELLKDLALMGFRNIDVIDM
DTIDLSNLNRQFLFREADIGSPKAEVAAKFIEKRVPGCKVTPHFSRIESKDRAFYKQFTVVVCGLDSIVARRWVNSMMHS
LLRYDEAGELDQSSMIPLVDGGTEGFQGNARVIFPGMTACVECMLSLYTPQVNFPMCTIANTPRLPEHCIEFARLVLWPK
HRDDQIDGDNPEHITWLFEKARERAAEFGIGGVTYRLTQGVTKRIIPNVASTSAVIAAACANEVFKVVSSCTKYLDNNLI
FNDVDGVYTYAYKYDRDPDCLTCSNKPVDVACSPEMSLTHLRETLCTSDKFQLRGPGLTTTVGGKNKTLYMARPAALEQA
TRPNLDKSLAELGLEHNQMVNVVDPTVAGALRLRLVMKQQP*                                      
>Sros_PTSG_04694                                                                
MYKEGVVAQELVKISGRCRPSHQIFNFHEADSGDAEAGGGIPMCTLRNFPHLIDHCIEWARAKFTDLFVSPASQLQQFLE
DPEGFTSGLETKFEQHERIGALERGVDTLKAIKDLAAQLQEKPTMETCVSLAWRDFHAFVRHVILDLIATFPAGAKTKRG
EPFWSAEDSPYKIFPEVLEFDPQNPLHKEFLIAAANLYACVFKVHPTKYPSEENKLHTKRCRPNAIVPIVVPPATPPAEA
HKLDDYDVTALPNVPDIICQAF*                                                         
>Sros_PTSG_06119                                                                
MGTGTNVDVIVPHTEIQPDSGDAEAGGGIPMCTLRNFPHLIDHCIEWARAKVTDLFVSPASQLQQFLEDPEGFTSGLETK
FEQHERIGALERGVDTLKAIKDLAAQLQEKPTMETCVSLAWRDFHAFSRDVILDLIATFPAGAKTKSGEPFWSGARARAC
HKIFPEVLEFDPQNPLHKEFLIAAANLYACVFKVHPTKYPSEENKLHMKRPPGSCPSASSEQGGYSYVNASPDGRLLVAE
LFVWDMHRLTCKQRVPVTATDMVWTKDGKHLIGPSYSRVYICGLGVREAERTVIYEKPFPGAELACAAASDGVIERWQKL
GQPSTLLAEWRADAVDNGEETIQDVGGEEARGEVESEPAMLADSSNKLASACGNTVHVCAIDHHQHDQQDHQQQQQQQER
QHKLKVSRNAPVKFGIFARHSSVLLVNSVESLIKCDYSTPPYCIAMTEQMTWSQQFDLCHLRPTTDPRCRSYAIVPVVVP
PATPPADAHKLDDYDVTALPYLTSSAKHLDMAKKMMEAAVLSSFVLDCPIHLA*                          
>Sros_PTSG_06582                                                                
MTDRTGAAQRVLGGDLYTRIKQCKLLVVGAGGIGCELLKNVALAGFQDIHVIDLDTIELTNLNRQFLFQQQHVGQSKAKV
ARESVLRFNPSLSITAHHANIFEDKFSLGFFEQFDLVMNALDNLKARNHVNRMCLAANKPLIESGSAGYLGQVTVISKGK
TECYECQPKPPPKQYPACTIRNTPSTIVHCIVWAKFLFSHLYGEADHENDVAPNPDDPELSADAKDSNTAMDEKQDGEEK
RMNTRQWAESNDYDPQKLLEKLFVRDVIVLLSLASLWKKRAKPRVLDLSQINTAQDTHAKQEDVLPDQKLWTVQDCVDRF
LHSAGELKKRFQACAPGDYLTWDKDDDVAMDFVCAAANLRAYVFGIPLKSRFDIKSMAGNIIPAIATTNAVVAGLILTEA
MKVLRGDIDSCKAVYLSRTAMGAGRRVVNPVPISAPNPKCYVCGERAQVTVRLDPSRVTVETLAEQLLKKDLSLVAPVVV
LASGAEMIAAPEDEEEEHILKTKVYPRTLASFGIRDGTACSVMDDMQANFKLSLVFRQADEHDPDTPYEIVADTSTAANN
DGNGVGDGDEGDEAERGASSAAAEKRKHSPSPPPPTTTTTTTTQDVGDGTTTTTSDALADKTPAKKSKA*          
>Sros_PTSG_07516                                                                
MHCGMEGVVAQELVKISGRCRPIRQFFNFNCVLYEKPLLESGTMGTGAKVDVIVPHTTNSFSDGGDAEAGGGIPMCTLRN
FPHLIDHCIEWARAKFTDLFVSPASQLQQFLENPEGFISGLETKFEQHERIGALERGVDTLKAIKDLAAQVLVLAKVMIT
CVSLAWRDFHAFFRDVILQLIATFPAGAKTKSGEPFWSGHKIFPEALEFDPQNPLHKEFLIAAANLYACVFKVGWLWGDL
CTGPSIQAKRTSSTPSDVAAWFINKRKVYPVKPVVDYSKLPPIDIPVNVPDDEGWWAQVNALIQARRKANSSGKMPEITR
QDDTPTSKSIKRLAQEAGLDTKKKKLLVFDDVALTNEDGDGGYSYASLSPDGSLLVAESFVWDMHTLECKQRMPVTATDM
VWTKDGKHLIGPSYSRVYIYGLGAHEAERTVIYENPFPGAELACAATSGGVIERWQKEP*                    
>Sros_PTSG_07623                                                                
MSEQKQQQQQHGEIDEGLYSRQLYVLGHEAMRKMQAAHVLISGMNGVGVEIAKNVVLGGVKSVTIHDENPVSLRDLSSQF
FLREADVGKNRAAVTADRLGELNPYVPVKVLTGELTEEAIKPFSVIVLTASTLDEQLRIDAAARASKKAVVVAETRGLFG
QVFCDFGPSFVVTDANGEEPASVMLASISRDKDGIVTCHDEGRHGFEDGDYVVFSEVQGMTELNDGKPRKITVKGPFTFS
IGDTTNMSEYVRGGVATQVKQPTTVTFSSLEESLKNPEFLLSDFAKFDRPLMLHVAFQALDAFRKQEGRLPQAGSSGDGD
KFMALFNDMNSKRESKAEVDERVLRLFASQATGSVSPMDTVIGGIAAQEVMKACSGKFMPIRQHFYFDSLECLPEEGDPT
DLDPTGTRYDGLIATFGQTFLKKLKQQKWFLVGAGAIGCELLKVFAMLGLSASEEGKLIVTDMDTIEKSNLNRQFLFRPW
DVTKLKSDVAAAAAKAMNPELNVVAHANKVGPDTEALYNDEFFESLDGVANALDNVEARQYMDSRCVFYEKPLLESGTLG
TKGNTQVVIPHLTESYSSSQDPPEKSIPLCTLKSFPYKIEHTLQWARDLFEVMFKQTPENVNMYLRQSDYLENVMKKPGS



EPLETLESLKESLVTHKPLSFDDCITWAVQKFTKLYRDSIMQLLHNFPPDRLTSEGVPFWSGTKRCPSPHEFDPENPLHL
DFVIAAANLRANVFGLKGTRDVATFKNVLSTISVPPFVPKEGVKIETDEKAAQNQNQTPVSDTEELRTIAASLPPPSNLA
GYCVNEQDFEKDDDSNFHMDFVTAASNLRATNYKIEPADKHKSKGIAGRIIPAIATTTAVVSGLVGLELCKIINGAKKKE
TYKNGFVNLALPFFAFSEPMPCPKKEYKGKEFTLWDRFDVDANQTLKQFIESFESEHGLEVGMMSCGVSMLYSGFMMSAQ
KREHRLGLTLKELVEEASKQPLGEHVRRFVLDVMAEDPDTGEDVDTPFVVAHIDKK*                       
>Sros_PTSG_08720                                                                
MAQPITNAVDFEGDRHLMDLYSRQIGAFGLEAMVKLVQMRVLFVGMTGVGVEAAKNTTLAGAHTVALLDDHPVEMRDLGS
NFFLTEGDIGKPRASTVAPRLAELNPLVRVQAVEGEVTEEMLQTFDAVVVTDKNVSKESLIRWNEACRSRTKVVVSDRGE
RQVVPNPTSFLYCFTDGQPPGSLPENCLVDLTDVEGMVARSPDVIAKYGPSVSTSGPWRTATKPGDPVNSVRIGDTRGFT
PYLGGGFLKQVKEPKTLTFRSYAECLSQPSNLATGVYSEVQDRGFIMMDLMSMFSPGGIEIQIHFALQAVHAFQQKHGRL
PRPNSAEDADACVALAKDINETLRQFAALTPGTTSSVLSLDTVDETVVRRFALHARVELQPMCAFYGGVVAQELVKISGR
YRPIRQFFNFHVMQALPDEPPTDTEPTNSRYDDQVAVFGRAFQEKLANQKIFMVGCGALGCEFMKNFALMGLCCGDNGRL
LVTDNDRIEISNLSRQFLFREDNVGQPKSEAASKRALTMNPSLKIDARQDLVSPDTEHIFDDDMWQSLDLVCNALDNMKA
RLYVDSKCVLYEKPLLESGTMGTGANVDVIVPHTTNSYSDGGDAEAGGGIPMCTLRNFPHLIDHCIEWARAKFTDLFVSP
ASQLQQFLEDPEGFISGLETKIEQHVGGERIGALERGVDTLKAIKDLAAQLQEKPTMETCVSLAWRDFHAFFRDVILDLI
ATFPADAKTKSGEPFWSGHKIFPEALVFDPQNPLHKEFLIAAANLYACVFKVHPTKYPSEENKLHTKRWMAEYRDESWLL
STVGGRDPPPYVRHKVGDLDDDSKAAATTDGSGGSDDDAGDGDDDGAAMDEAEDEDPQAAFDALKGEVLTIAKNVGSATV
EPLDFEKDDDDNFHIDFIAAAANLRASNYRIPTATRHKCKMIAGRIIPAIATSTASVTGLVMLELYKLVQHKPLEAYRNA
NYNLGANTYFFFEPPAAKQLTSSTKKKLDSGSFEAAVQQFNKYLSQSEEKLQTLRALKQQLSAFGKASDDTINAVDKALA
EAEAELEAVGDTAPDVDDFMVEEKTVCHPPKFTKWDKLKVPAQLSNLGEVIKFFKDEHGLDVAAWFINKRKVYPVKPAID
YSKLPPIDISVNDAMRQIMKTGGTQVNALIQAWRKARSSGKMPEATGQGDAPTDKSIKRLAQEAGLDTKKKKLLVFDDVA
LTNEDGDGV*                                                                      
>Sros_PTSG_10651                                                                
MGTGANVDVIVPHTINSYSDGGDAEAGGGIPMCTLRNFPHLIDYCIEWARAKFTDLFVSPASQLQQFLEDPEGFISGLET
KIEQHVGGERIGALERGVDMLKAIKDLAAQLQEKPTMETTTHTATDRLLTSPVVCAAHKAYKIFPEVLEFDPQNPLHKAF
LIAVTNLYACVFKVHPTKYPSEENKLHTKR*                                                 
>Sros_PTSG_12810                                                                
MGTGANVDVIVPHTINSYSDGGDAEAGGGIPLCTLRNFPQLIDHCIEWARAKFTDLFVSPASQLQQFLEDPEGFISGLET
KIEQHVGGERIGALERGVDMLKAIKDLAAELQEKPTMETCVSLAWRDFHAFFRHVILDLIATFLAEAKTKSGEPFWSGHK
IFPEVLEFDPQNPLHNEFLIAAANIYACVFKVHPTKYPSEENKLHIKRTSLPRTSRTSSSQADTHSHSRLSEASWQLSFC
GGYSYVNTSPDGRLLVAESLTCKQRIPVTATDMVHLPLLASYSRVYICGLGVREAERTIIFEDPFLGAELACAAASGGVI
ERWQKEPYECKLHRVLDLKCLAVVPSTFEHTRCMAVTPTLYIAGNKAGVISLWQLGQPSTLLAEWRADAVDNDKEVVQDM
DEEEASGEVEAETASKERVRTAVDALLTPDGRFLHPHITRSAQHNMKGQQQWLQQQQQKQQRQQQRHAPVSFADSSNKLA
SACGNTVHVCAIDHHHHHHQQQRQHDQQQQQQQQQERQHLLAIDTARGDVFVCDVADHKVLSKLKVSRNVPVKFGVFARR
SSILFVNSVESVIKPQMPPLRHVPIVVPPATPPADTQMLDDYDVTALPNVPDIICQAS*                     
>Sros_PTSG_13135                                                                
MGTDANVDVIVPHTTNSCSDGGDAEAGGGIPMCTLHNFPHLIDHCIEWARAKFADLFVSPASQLQQFLEDPEGFTSGLET
KFEQHVGGEWIGALERGVGTLKAIKDLAAQLQEKPTMETCVSLAWRDFHAFFRDVILQLIANFPRKDQEWRALLVRSSAR
RSSLIQQNPLHKAFLIAATNLYACVCKVHPTKYPSEENKLHTKRPPGSCPSEQGGYSYVNTSPDGRLLVAESFVWDMHRL
ACKQRVPVTATDMVWTKDGRHLICPSYSRVNICGLGAHEAERTLIFEDPFPGAELACTAVSDGVIERWQKLGQPSTLLAE
WRADAVGNGEETIQDADGEAARGQQHNMKGQQQWRQQQQQKQQRQQQRHAPVCVGRATLAQPKEVTGVRVPHIAALADSS
NKLASACGNTLHVYVIEHRKHDDHQQDHQQQQQRQQQQQQHVNGSSSGVSSALTRVAVLDDLFVDEVEPNANMTVTTMAT
HPTDDSLLAIGTARGDVVVCDVANRKVLSKLKVSRNVPVKYSVFARHSSILFVNSVESVIKCDYSTGQHSTILHRNDRAD
DMAMCDHQRLLTVSSSVSRGRVALWALGPTLNRAMIPTQQFDLHHLRPTTDPRCRPYAIVPIVVPPATPPADAHKLDDYI
SLHCRT*                                                                         
>Cowc_CAOG_01075                                                                
MATTSSSNHGADRSAAVSRIVGDDVYARIKAAKVLMVGAGGIGCELLKNLVLSGFVNVVVVDLDTIEVSNLNRQFLFQRQ
HVGLPKAQVAADSARRFNPQANIVFHHANIKNKEFSQEWFGQFDLVLNALDNVSARNHVNRMCLAADVPLVESGTAGYLG
QVTVIKKGATECFECTPKPPPKQHPVCTIRNTPSLPIHCIVWGKFLFNQLFGLADDENNISPNTADPEAAGDNADAGRQD
VDGRDANAELSSADSATNNNVQSLRAWAIEHQYHADETVQKLFVNDVKTLLRMDKLWRERRPPVPLDTLLEQSTDGTNDD
GPASSTRLKDQRVWGLKECTDVFRSSLSRLAQRLSEEQAKAAASGSSEAAILSWDKDDDLAMDFVTAAANLRMSVFSIPN
MCRFDAKSMAGNIIPAIATTNAIVAGLIVLEAMKILRDQFSICRMTFLARKPNSRMKVLLPTELSKPNPNCHVCAAKPRV
TVHVNTNTMTLGQFDEVVLKGRLGMIAPDMMEGNRILLSSEPGETDINNPKALSSLGIVHDTSVFVEDFHQSYELTIRVL
HREAFEADAQFVVEGQGSVPPPAAQAPAAPAPTPSADRKRKAEDDSDAPAVVDDDDIVLMDDGSASDHQPAAAHVNKKHR
LETPADDEDDIVFE*                                                                 
>Cowc_CAOG_05043                                                                
MDASTETAAQSGALDATAPSPAVAGSNNARPASNAIVSNTNTAAAAVAAAAVEDDDTEGEGEDVAPRFEDWAGRWDHIDK
LLVRRGPFAQPTFEPCVELRDFLLEQCRILVIGAGGLGCELLKDLALSGFRNIDVIDMDTIDISNLNRQFLFRQKDVGQS
KALVAAEFVNRRVAGCKVTPHFCKIQDKPEDFYRQFQLVVCGLDSIPARRWINALLVSLVQYNDDKEIVPGTMIPMIDGG
TEGFKGQARVILPGMSSCFECSIDTFPPQTTFPLCTIASTPRIPAHCIEYAKIVLWPQAFPDRALDTDDPEHINWLYLEA
LKRANEYGIQGVTYRLTQGVVKNIIPAVASTNAVIAAACASEAFKLATGCSSQLNNYMQFNGQDSLYTFTFEYEQKPDCL
VCSNIPLDFACSASEPLRALVERLSEQPLYDQFKAPGIRGLGKTFYMSAPPSLELSTRPNLDRTLAELGLQDGAFLQVAD



VAVPLPVQLKLQFRP*                                                                
>Cowc_CAOG_06576                                                                
MATPMDTTNTTAAPAIDESLYSRQLYVLGHEAMKKMSVSNVLISGLKGLGVEIAKNVVLAGVKSVTLHDPEAVEVADLSS
QFFLRPEDVGQNRAAVTLPRISELNSYVPIDVHAGPLTPEVLARFQVVVLTNSTLAEQLAVNDFTHAHNIGFISAITRGL
VGELFCDFGSSFVVSDTNGEQPLSAMIASITKESQSIVTCLDETRHGFEDGDYVSFHEVQGMTELNHAAARPIKVLGPYT
FSIGDTTGLSDYVRGGTATQVKQPKTLAFKSLRDSLVHPEFVFTDFAKMDRPQQFHIAFQALDQFRAANGGVLPRAHNAH
DAGQVIALAKTIAAAHADKPEIDEKLLTLFAYGAIGDVCPMNAVIGGIAAQEVLKACSGKFHPVLQYLYFDSFESLPEGV
DITTLPEALFQPTGSRYDAQVAVFGSNFQNKLGDLKYFLVGSGAIGCEMLKNWAMMGVSAGPAGQVIVTDMDTIEKSNLN
RQFLFRPWDVQQLKSNTAAKAVKTMNPAINVIAHQNRVGLDTEGLYNDDFFNSLDGVANALDNVDARQYMDRRCVFYCKP
LLESGTLGTKANSQVIVPFLTESYSSSQDPPEKGIPICTLKNFPNAIEHTLQWARENFEGIFTQKPESANQYLAGSAAFV
ETTSRQPQAQAIETFEAVKETLVSDKPLTFEDCIAWARLRFEDWFANQIKQLLYNFPPDQLTTTGQPFWSGPKRCPTALA
FDSSNELHMDFVVAGANLRAFNYGLKGHTNRDTFREVIARSAVPTFTPKQGVKIHANESEAAAAAQAAANAGGSDQEQID
RLVSQLPATATLAGYRLKPVEFEKDDDTNFHMDFITATSNLRAANYGIAPADRHKSKLIAGKIIPAIATTTALVVGLVCL
ELIKLVQGAKKIETFKNGFVNLALPFFGFSEPIAAPKLKYNEVEWSLWDRFDIQGELTLGQFLEYFEREHKLDVTMISCG
HSMLYVSFQPAKKKERINMKMSEIVELVSKNKIPEHTRTLVFEIGCCDLDGEDVDTPYVRYLLPK*              
>Mvib_comp14540_c1_seq1_fr4                                                     
SFQLRDFLLSSVRILVVGAGGLGCELLKDIVLSGLLHVDVIDMDTIDVSNLNRQFLFREHDVGRPKADVAAAFVNERVQG
AKVTPHFCKIQDKDESFYRQFNIVVCGLDSIGARRWINGLLLGLVEYDGEGAVKPQTIIPMVDGGTEGFKGHARVIVPGM
TACFECSLDTFPPQVTFPLCTIAATPRLPEHCIEYAKIILWPRLRQETALDGDDPSHIEWLCSEAKARAAEFGIEGVTYR
LTQGVVKNIIPAVASTNAVIAAACAGEVFKIATNCSAWLNNYMMFNGLDGLYSHTFEYERKPDCLVCSNAPVPFECNPTT
TLERVVERLREDTTFRMQAPGIRGNDKTLYMSTPPMLEERTRKNLPLPLQELGITDGTELHVTDPAVPGVVKIVIKFESG
E*KLRLVYITKKKK                                                                  
>Mvib_comp15924_c2_seq2_fr4                                                     
RTTITTFTMSEKMDTAQDSIDEGLYSRQLYVLGHEAMKKMGSSNVLISGMSGLGIEIAKNVVLAGVKSVTIHDREAVTMA
DLSSQFFLRPEDVGKNRAEVTLPRLAELNNYVKMEVHTGELTDELVAQFQVIVLTRSSLDEQLRVNEAARANNAHTVIAD
TRGLFAQLFCDFGKDFVINDVNGEPATSVMVASITSDKEGVVTCLDETRHGLEDGDYVSFSEVHGMEQINDREPVPIKVL
GPYTFSIDDTTGFSPYVRGGIAKQVKMPKTMTFKSLKESLAAPDMLISDWAKFDRPAQLHIGYQALDAFAKRNGGRQPAP
RNSADAKTVLEIAAEINAAAPDTSKVETLDEKLLTKLAYQAQGNLSPMNSFIGGFAAQEVLKACSGKFHPIVQYLYFDSL
ESLVEDADEMVDPEDYAMTGSRYDGQIAVFGKKYQALMESQHQFLVGAGAIGCEMLKCWALMGLGASEAGRVTVTDMDTI
EKSNLNRQFLFRPWDVQKLKSDTAAAAAKVMNPSFNVIAHQSRVGVDTENVYDDAFFASLNGVTNALDNVEARMYMDRRC
VFYGKPLLESGTLGTKGNTQVVFPHVTESYSSSQDPPEKSIPICTLKNFPNAIEHTLQWARDRFEGVFANTPENVNAYLG
QSDYLEQLQKQSGSQIMETLSSIKEALVTHRPLTFDDCIVWARLQFQDLFDNQIRQLLFNFPPDQVTSSGQPFWSGPKRC
PKPQTFDGEDATHMEFVVSAANLYAQNYGLKGHTDTDKFVEVIKGVNIPAFQPRQGVKIHVSDAEAKEDQGGAQTDAEEL
ESMIKSLPAPGSLAGYRMVPHEFEKDDDTNFHMDYITATSNVRAANYAIAPADKHKSKLIAGKIIPAIATTTALVVGLVN
LEMYKIVAFLAGKAKVDLDAFKNGFVNLALPLAAFSTPIAPVQNKYGETTWTLWDRFDVRGSMTLQGFIDYFQKEHKLEI
TMLSCGVSMLYSFFMNKDKKKERLAMPLSEVVKVVSKKDIPAHTKFLVFEICCNDAEGEDVEVPYVRYQL*LALFLSFSL
SLFAFVCVCV*GWGVFFVCVSFFCVKMKLIDYNAGRPQ                                          
>Mvib_comp15924_c2_seq4_fr4                                                     
RTTITTFTMSEKMDTAQDSIDEGLYSRQLYVLGHEAMKKMGSSNVLISGMSGLGIEIAKNVVLAGVKSVTIHDREAVTMA
DLSSQFFLRPEDVGKNRAEVTLPRLAELNNYVKMEVHTGELTDELVAQFQVIVLTRSSLDEQLRVNEAARANNAHTVIAD
TRGLFAQLFCDFGKDFVINDVNGEPATSVMVASITSDKEGVVTCLDETRHGLEDGDYVSFSEVHGMEQINDREPVPIKVL
GPYTFSIDDTTGFSPYVRGGIAKQVKMPKTMTFKSLKESLAAPDMLISDWAKFDRPAQLHIGYQALDAFAKRNGGRQPAP
RNSADAKTVLEIAAEINAAAPDTSKVETLDEKLLTKLAYQAQGNLSPMNSFIGGFAAQEVLKACSGKFHPIVQYLYFDSL
ESLVEDADEMVDPEDYAMTGSRYDGQIAVFGKKYQALMESQHQFLVGAGAIGCEMLKCWALMGLGASEAGRVTVTDMDTI
EKSNLNRQFLFRPWDVQKLKSDTAAAAAKVMNPSFNVIAHQSRVGVDTENVYDDAFFASLNGVTNALDNVEARMYMDRRC
VFYGKPLLESGTLGTKGNTQVVFPHVTESYSSSQDPPEKSIPICTLKNFPNAIEHTLQWARDRFEGVFANTPENVNAYLG
QSDYLEQLQKQSGSQIMETLSSIKEALVTHRPLTFDDCIVWARLQFQDLFDNQIRQLLFNFPPDQVTSSGQPFWSGPKRC
PKPQTFDGEDATHMEFVVSAANLYAQNYGLKGHTDTDKFVEVIKGVNIPAFQPRQGVKIHVSDAEAKEDQGGAQTDAEEL
ESMIKSLPAPGSLAGYRMVPHEFEKDDDTNFHMDYITATSNVRAANYAIAPADKHKSKLIAGKIIPAIATTTALVVGLVN
LEMYKIVAFLAGKAKVDLDAVVRVRVRVRALEVFGYLEERESF*DALVDQPLR                           
>Mvib_comp10479_c0_seq1_fr5                                                     
VFSISLIYCTMAERTSCLRDGALSGSVYDKIRESKVFMVGAGGIGCELLKNLVLSGFRDIHIIDLDTIDVSNLNRQFLFR
KEHVGKSKAVIARESALRFNPNVNIVAHHGNVKSTEFGVRFFKQFSLVFNALDNVSARRHVNRMCLAAEIPLIESGSGGY
AGQVTVIMKNKSECYECNPKPAPKQHAVCTIRNTPSAPVHCVVWAKFLFQQLFGRADDENDVSPDMVDPEAANEDGTATA
APSNEHTTLRTWAHEQQFDPETLFDRLFH                                                   
>Mvib_comp332824_c0_seq1_fr5                                                    
AMQVSGGRETESVFNDDFFEGLDVVCNALDNIDARRYVDRRCVYYRKPLLESGTLGTKCNTQVVLPNVTESYSSTNDPPE
KSIPICTLKNF                                                                     
>Mvib_comp15924_c2_seq1_fr6                                                     
NIIVPLCQTCLYTSVRNVAMGLTKEEKKAQKEAKEKVKREEKERKALEKKNKPSSLKNSPVVVRKAEDDMQLTRKGSPPH
SPRSVPSSPGMWHVPKGDRTDKLVDDSVEGFRADGATAKLSVRVRGQASLKPKMFSIEHTKERWYEKYFFDKPHQNYVGK
HEELGAVALSLAKEKMETDGSMQYFHRAILWTATGMRQAHFEKNTTTGKSTDELSSTVRGTVTTSTKEVFDTICEATGVK



KGSLNALMFVGKEAHERLQTDLRKLEDMTQAQRLCLGVVYGRENQPTIDEMLSNEEGSEDFYIFMSMIAKQVSLSDFSDQ
ELAKFAGLDKAAAAASGTKYGFHTRFGGFDIMFHVSTLLPYNKKDKQQVETLDEKLLTKLAYQAQGNLSPMNSFIGGFAA
QEVLKACSGKFHPIVQYLYFDSLESLVEDADEMVDPEDYAMTGSRYDGQIAVFGKKYQALMESQHQFLVGAGAIGCEMLK
CWALMGLGASEAGRVTVTDMDTIEKSNLNRQFLFRPWDVQKLKSDTAAAAAKVMNPSFNVIAHQSRVGVDTENVYDDAFF
ASLNGVTNALDNVEARMYMDRRCVFYGKPLLESGTLGTKGNTQVVFPHVTESYSSSQDPPEKSIPICTLKNFPNAIEHTL
QWARDRFEGVFANTPENVNAYLGQSDYLEQLQKQSGSQIMETLSSIKEALVTHRPLTFDDCIVWARLQFQDLFDNQIRQL
LFNFPPDQVTSSGQPFWSGPKRCPKPQTFDGEDATHMEFVVSAANLYAQNYGLKGHTDTDKFVEVIKGVNIPAFQPRQGV
KIHVSDAEAKEDQGGAQTDAEELESMIKSLPAPGSLAGYRMVPHEFEKDDDTNFHMDYITATSNVRAANYAIAPADKHKS
KLIAGKIIPAIATTTALVVGLVNLEMYKIVAFLAGKAKVDLDAFKNGFVNLALPLAAFSTPIAPVQNKYGETTWTLWDRF
DVRGSMTLQGFIDYFQKEHKLEITMLSCGVSMLYSFFMNKDKKKERLAMPLSEVVKVVSKKDIPAHTKFLVFEICCNDAE
GEDVEVPYVRYQL*LALFLSFSLSLFAFVCVCV*GWGVFFVCVSFFCVKMKLIDYNAGRPQ                   
>Mvib_comp15924_c2_seq3_fr6                                                     
NIIVPLCQTCLYTSVRNVAMGLTKEEKKAQKEAKEKVKREEKERKALEKKNKPSSLKNSPVVVRKAEDDMQLTRKGSPPH
SPRSVPSSPGMWHVPKGDRTDKLVDDSVEGFRADGATAKLSVRVRGQASLKPKMFSIEHTKERWYEKYFFDKPHQNYVGK
HEELGAVALSLAKEKMETDGSMQYFHRAILWTATGMRQAHFEKNTTTGKSTDELSSTVRGTVTTSTKEVFDTICEATGVK
KGSLNALMFVGKEAHERLQTDLRKLEDMTQAQRLCLGVVYGRENQPTIDEMLSNEEGSEDFYIFMSMIAKQVSLSDFSDQ
ELAKFAGLDKAAAAASGTKYGFHTRFGGFDIMFHVSTLLPYNKKDKQQVETLDEKLLTKLAYQAQGNLSPMNSFIGGFAA
QEVLKACSGKFHPIVQYLYFDSLESLVEDADEMVDPEDYAMTGSRYDGQIAVFGKKYQALMESQHQFLVGAGAIGCEMLK
CWALMGLGASEAGRVTVTDMDTIEKSNLNRQFLFRPWDVQKLKSDTAAAAAKVMNPSFNVIAHQSRVGVDTENVYDDAFF
ASLNGVTNALDNVEARMYMDRRCVFYGKPLLESGTLGTKGNTQVVFPHVTESYSSSQDPPEKSIPICTLKNFPNAIEHTL
QWARDRFEGVFANTPENVNAYLGQSDYLEQLQKQSGSQIMETLSSIKEALVTHRPLTFDDCIVWARLQFQDLFDNQIRQL
LFNFPPDQVTSSGQPFWSGPKRCPKPQTFDGEDATHMEFVVSAANLYAQNYGLKGHTDTDKFVEVIKGVNIPAFQPRQGV
KIHVSDAEAKEDQGGAQTDAEELESMIKSLPAPGSLAGYRMVPHEFEKDDDTNFHMDYITATSNVRAANYAIAPADKHKS
KLIAGKIIPAIATTTALVVGLVNLEMYKIVAFLAGKAKVDLDAVVRVRVRVRALEVFGYLEERESF*DALVDQPLR    
>Mvib_comp15924_c2_seq6_fr6                                                     
YYYYCYYCYYFTSKVETLDEKLLTKLAYQAQGNLSPMNSFIGGFAAQEVLKACSGKFHPIVQYLYFDSLESLVEDADEMV
DPEDYAMTGSRYDGQIAVFGKKYQALMESQHQFLVGAGAIGCEMLKCWALMGLGASEAGRVTVTDMDTIEKSNLNRQFLF
RPWDVQKLKSDTAAAAAKVMNPSFNVIAHQSRVGVDTENVYDDAFFASLNGVTNALDNVEARMYMDRRCVFYGKPLLESG
TLGTKGNTQVVFPHVTESYSSSQDPPEKSIPICTLKNFPNAIEHTLQWARDRFEGVFANTPENVNAYLGQSDYLEQLQKQ
SGSQIMETLSSIKEALVTHRPLTFDDCIVWARLQFQDLFDNQIRQLLFNFPPDQVTSSGQPFWSGPKRCPKPQTFDGEDA
THMEFVVSAANLYAQNYGLKGHTDTDKFVEVIKGVNIPAFQPRQGVKIHVSDAEAKEDQGGAQTDAEELESMIKSLPAPG
SLAGYRMVPHEFEKDDDTNFHMDYITATSNVRAANYAIAPADKHKSKLIAGKIIPAIATTTALVVGLVNLEMYKIVAFLA
GKAKVDLDAFKNGFVNLALPLAAFSTPIAPVQNKYGETTWTLWDRFDVRGSMTLQGFIDYFQKEHKLEITMLSCGVSMLY
SFFMNKDKKKERLAMPLSEVVKVVSKKDIPAHTKFLVFEICCNDAEGEDVEVPYVRYQL*LALFLSFSLSLFAFVCVCV*
GWGVFFVCVSFFCVKMKLIDYNAGRPQ                                                     
>Mvib_comp15924_c2_seq7_fr6                                                     
YYYYCYYCYYFTSKVETLDEKLLTKLAYQAQGNLSPMNSFIGGFAAQEVLKACSGKFHPIVQYLYFDSLESLVEDADEMV
DPEDYAMTGSRYDGQIAVFGKKYQALMESQHQFLVGAGAIGCEMLKCWALMGLGASEAGRVTVTDMDTIEKSNLNRQFLF
RPWDVQKLKSDTAAAAAKVMNPSFNVIAHQSRVGVDTENVYDDAFFASLNGVTNALDNVEARMYMDRRCVFYGKPLLESG
TLGTKGNTQVVFPHVTESYSSSQDPPEKSIPICTLKNFPNAIEHTLQWARDRFEGVFANTPENVNAYLGQSDYLEQLQKQ
SGSQIMETLSSIKEALVTHRPLTFDDCIVWARLQFQDLFDNQIRQLLFNFPPDQVTSSGQPFWSGPKRCPKPQTFDGEDA
THMEFVVSAANLYAQNYGLKGHTDTDKFVEVIKGVNIPAFQPRQGVKIHVSDAEAKEDQGGAQTDAEELESMIKSLPAPG
SLAGYRMVPHEFEKDDDTNFHMDYITATSNVRAANYAIAPADKHKSKLIAGKIIPAIATTTALVVGLVNLEMYKIVAFLA
GKAKVDLDAVVRVRVRVRALEVFGYLEERESF*DALVDQPLR                                      
>Sarc_SARC_06876                                                                
MEERLRINDLTHAKNLRYIAARSNGLFGNIFVDFGQNFEVVDTTGEAAKSCILSHISQEENGTVTCSDEVRHGLDTGDYV
TFTEVKGMTEVNDMEPVKITVLGPYSFTIGDTRYFSAYESGGIALEKKQGSSVSFKSLREAMADPEFVITDWGKMERPAL
LHAGFQALEKFKTEHGRLPRPRNEADATEFVDFALAVHSNADDVTADDKELLKLMSYQATGDIAPMNAVIGGLAAQENLK
VFLVGAGAIGCEMLKNWALMGVAAGKEGSITVTDMDTIEKSNLNRQFLFRQHDVSKFKSNTAAAAVQRMNPDINIIPSQD
RVGTETEHVFTDRFFENLDLVTNALDNVDARRYVDLRCVYYRKPLLESGTLGTKGNTQVILPFLTESYSSSQDPPEKSIP
ICTLKNFPNAIEHTIQWARDSFEDLFAQQLENVNQYLSKPDFCQQLEKQSVSQQKEVIEGLKLNLGSDKPVTFDNCIVWA
RIKYEEYFNSSIRQLLFNFPADQ                                                         
>Cfra_g4715                                                                     
MAGFLVARPQHDQKEKLFQNILEIFDEVSPVRPLRLCQPAGVSSPMDTDQPAEGKIDESLYSRQLYVLGEAAMKKMNASN
ILICGLKGLGVEIAKNVILGGVKSVVLYDPSHVEIQDLSSQFFLNTSMVGKPTAHACAGQLQELNQYVPVTVHNEIIFAD
FGENFEVVDVNGEQAKSCILSHISQEEEGVVTCSDEVRHGLDTGDWVTFSEVKGMSEVNSMPPVQIKVLGPYSFSIGDTR
AFGTYEPGCGGVCLENKKPSTIHFKSYRDAMADPEFVITDWGKMERPALLHAGFEALDKFKRDHGRLPRPRNAEDAKIVV
ALAAHANTDELSKSDQDLLKEMAYQSTGDLAPINAVIGGLAAQEIMKACSGKFNPIKQFLYFDATECIPENVELTEEDCK
PVGSRYDGYYAVFGKSLHNKLQTLKVFLVGAGAIGCEMLKNWALMGVAGGEGGCITVTDMDTIEKSNLNRQFLFRPHDVS
KFKSNTAATAVQKMNPDINIIPSQDRVGVETEHIFTDRFFDNLDLVTNALDNVDARRYVDLRCVYYRKPLLESGTLGTKG
NTQVILPFLTESYSSSQDPPEKSIPICTLKNFPNAIEHTIQWARDSFEDLFFQQCENVNQYLTNLDFCDQLEKLSISQQT
EVVESLKANLGNEKPATFDDCIVWARLKFEEYFNNSIAQLLFNFPPDQMTSSGTSFWSAPKRCPKPLVFDSSEPLHLDFI



VASANLRAANYGLNGSKDTVYIKSKLSDVMVPEFAPKSGVKIQVDSNETPAEEEADASHLEQLLTTCPKRTDFVGLKVFP
ADFEKDDDRNFHIDFVTAMSNLRASNYGIMTVDRFTTKGIAGKIIPAIATTTSAVTGLVCLEMLKVAFGIKDIEKFKNGF
VNLALPFVGFSEPVACAKVKALDKEYSLWDRFDIQGPMTLQQFLDFYKKETKLDITMMSCGVSMIYSFFMNAAKRKERLG
MDLQKVVEDMNKKPIAAHQEALVFEVCVSNEDDDDDDDIDVPYVRYILK                               
>Cfra_g4937                                                                     
TSVIWKGKSECFECYPKPAPKTFPVCTIRNTPTLPIHCVVWAKYLFAQLFGEADDIEQVSPDDADPELAQPDPQEMDTDA
AKGDEKPPSLREVMESKQYDGRILSMRVYHDDIIRLLSMASLWKKRKCPTPLNMDHIPADTTPTADAPASKKPSLLESQR
VWTLRENCDKFLQSVESIKQRFNLADTDAEKTILSWDKDEPEFLDFVVAASNLRAYVFGIEMLSLFDIKSIAGNIIPAIA
STNAIIAGLTLRMNLFFAVVFASAHARKVSVEVDMRTFTLLNLKELLTGALGMLAPDVMCAGRILISSDPEDETSLNDAK
TFGEMSLPTPLTVLEAEDFHQNFTLSMIVRHCEEMPIDELFSITAGADATPQPNAQSVSTIVPEKPSKRGIEEVDLDADD
NETRKKYRADDDDDIIIF                                                              
>Contig28987_Abeoforma_whisleri_fr4                                             
PFYSLSI*ISIDPEILFR*INMTAMEVDTAIPESQYSRQLYAYGAEAMKNMAASSVLFVGLKGLGVEIAKNVVLSGVKSC
TFCDDGAVEMKDLSSHFFLEESDIGKPRAQVATPRLQELNSLVDCKNYSGEITEEYLSGFSVVVCTDISLEEQLRINDIT
HKKGIRFIAAKTCGLFGFLFNDFGAEFEVFDHNGEECITQMISAVDEEGIVTCVDEKRHGLEDGDFVTFSEIKGMTELNQ
CEAIEIEVKGPYTFKLKQDTSMLTPYVSGGLLHQVKKPKIFKFKSLREQLKAPEILISDFGKWDRPAQLHVGFQAIEAFQ
SKNGRLPKPMNKEDIAQFLQIAKDINAEEDQPADLDDDLMSKLGSQATGDIAPMQSVIGGFAAQEVMKATSGKFTPLNQY
FYFDSLESLPPKAEFTEEDCAPVGSRYDGHYAVFGKKYHTVLTNIKTFLVGSGAIGCEMLKNWALMGVATGPEGEIVITD
NDTIEKSNLNRQFLFRSWDVTHNKSDVSSKAARRMNPAMNIKPFQDRVGEETEQIFDDTFFDSRDIITNALDNVEARRYV
DRRCVYYCKPLLESGTLGTKGNTQVILPHLTESYSSSQDPPEKSIPICTLKNFPSAIAHTIQWARDAFEGLFTQEPGNVN
QYIQNDLFIQQLEKQPLNHQKEVLESIFKHMDSEKATNFDDCVAWARFLFQENFHNKIAQLLYNFPQDMVTSSGALFWSP
PKRCPTPIVFDPENQLHIDFIKSCANLRANVFKIAECHDESTIKASLLKVEVPEFKPLDNVKIQVTENENVESDSVDGTS
ISALIEKLPERSSSTLLVPADFEKDDDTNFHIDFITACSNLRATNYDIATATRLKTKGIAGKIIPAIATTTSMITGLSCL
EFYKMAFQNKNIEEYKCGFVNLALPFVAFSEPIQAPKAKYLENEFTLWDRIDIQGGMKVKDFIEKIEKDHKVELMIISCG
VSMLYATFMPGDKRKTRFEMTLEEVIEVATKKPIEDHVKSLTIEVLVADEEGEDLDFPFVRYYIKK*II*VK        
>Contig35315_Abeoforma_whisleri_fr5                                             
GPFQTEFFEPDPANLEVLTDMAKVLVVGAGGLGCELLKDLALVGFRNIAVIDMDTIDLSNLNRQFLFRKADIGKSKAEVA
AAFIMKRVPGVKVTAFNRRLETFDSDFYRQFHVIVLGLDSLSAREWINRKIHQLVRVNENGVVDEETAIPIIDGGTEGFR
GSAQVMTPGKTHCFQCMKDLFPPTNAVQLCTLATKPRTPAHCVLWAQLVHWPDVKPFGDAGVDGDDYKHIQWIVDRGIER
GNEFGIQGIDFRMAQGVVKNIIPAVASTNAVIAAMCSQEAFKVVTG                                  
>Contig35316_Abeoforma_whisleri_fr5                                             
GPFQTEFFEPDPANLEVLTDMAKVLVVGAGGLGCELLKDLALVGFRNIAVIDMDTIDLSNLNRQFLFRKADIGKSKAEVA
AAFIMKRVPGVKVTAFNRRLETFDSDFYRQFHVIVLGLDSLSAREWINRKIHQLVRVNENGVVDEETAIPIIDGGTEGFR
GSAQVMTPGKTHCFQCMKDLFPPTNAVQLCTLATKPRTPAHCVLWAQLVHWPDVKPFGGNTCMHVNK*LHKVTSTF*IQG
*FQCSYLIGSYYSLIVA                                                               
>Contig4890_Abeoforma_whisleri_fr6                                              
LLESGTLGTKGNTQVILPHLTESYSSSQDPPEKSIPMCTLKNFPSAIEHTIQWAREAFEGYFTQEPGNVNQYIEQDNFLE
HLDKQPSLHQQETLESVLRLVASEK                                                       
>Contig33565_Abeoforma_whisleri_fr6                                             
NVKKNQSLELVLLSCSCSSEMMSAATVMDKSYEPHRLLQPVFGEDLSSRLSTCKVLVVGAGGIGCELLKNLALTGIKHIT
VIDLDTIDVSNLNRQFLFRREHVGQSKAQIAAAAVKVFNPLLEITPRHADIKSEEFNTDFFKQFDIVLNALDNLGARNHV
NRMCLAADVPLVESGSAGYLGQTTVIKKGKTECFECLPKAPTKRYPVCTIRNTPSLPIHCIVWAKFLFNQLLGHPDDENS
ISPNLDDPEHKQEENKEEEKKELEESTTKEASSLRKWAESVEYDPEKVFKRLFVTDVNTLLSMNNLWKERAPPRVVDATN
IPEYCEPPPTNTANLLPDQITWSLADCVAKFMESLGELHKLWKEVESHELEWDKDDKPAMDFVAAASNIRAYIFGIKMSS
RFDIKSMAGNIIPAIATTNAVIAGLIVVEALHIISDHFEKCKTTYFATKANQRNKLLIVTNLEPPVKDCYVCAERPEVRL
VTDTNKLTIGTLKTSVMQAKLGMIAPDVMFGAKIILSSEEEDADLNLDKTLHELGIRHTSVLEAEDFHQNFELKVIVTHS
DDVTEDEPFKIIGTAAPLAEEPKTEKAKIDSSEKPGMDLGETVLIEDDVTIIEEPNQPQETNDSINLKRTSSDQDNSNKR
SKYDNDIEIID*SEANDEIIKKKSYFYCHQ                                                  
>Contig35211_Pirum_gemmata_fr1                                                  
TTTTSATTSTTSTTTLLLLLYYYYYYFISLQLKMAPENLRYDAVNKLLTRAGPMQTDIFEPDPENLDDFDFAKVLVVGAG
GLGCELLKDLALIGFKNIAVIDMDTIDLSNLNRQFLFRHSDVGSSKAEVAARFIMERVSGVTVTPFNARIESFDSDFYRQ
FHVIVLGLDSIPARQWMNKKVHQLVCTQTNGDIDETTIIPIVDGGTEGFKGGAQVIHPTKTHCFECMIDQYPETNTVQLC
TLATKPRTPAHCVFWAQLVHWPAVKPFGEIPVDGDNVEHIKWVTENGIERGKPFGITGIDFRLAQGYVKNIIPAVASTNA
MISAMCAQEVWKLITGAYKPLSSQLMLNGVDGVYMSVFKIEQKPDCSVCSNLPILFEVPSTIPLMALRDMLTNDPRTKWS
DPQLLHEGKHLFYKKGQMNFGKENEFKILKDLFTSPAILTVHTDMKEVYARIEFSDIETE**STKVIIKKTNNKQTI   
>Contig11850_Pirum_gemmata_fr5                                                  
NNSIF*TLS***FRNNFLNQLSINYHCQT*VPFIHIQLTDTYFTSGRHNSIFY*RIMAAMDVDTPEIREDLYSRQLYAYG
AEAMKNMATSSVLFIGLKGLGVEIAKNVVLSGVKSCTFFDNGLTEVTDLASQYFLEQSDIGKARAAVATPRLQELNPLVR
CQCYEGELTDDFLSEFTVIVCTDASLELELRVNDLTHSKGIRYISAKTAGLFGFLFCDFGESFDVFDDNGEACLSQMING
IDEEGTVSVIDEKRHGLETGDFVTFSEIKGMTELNDCEPIEVKVSHPYTFSIGDTSAFGKYTSGGLFHQVKRTKTFKFKS
LRDQLKKPDCLVSDWGKFDRPLQLHVGFQALDSFSKQNNRLPRPCNEEDATKFISICKEINSKMEDKADFDEDLMSKLAS
QATGDIGPMQSVIGGFAAQEVMKATSGKFTPLQQYYYFDSLECLPPKAKLTEVDCAPIGSRYDGQIAVFGKANHTLIKNL



KTFLVGSGAIGCEILKNWALMGVACDGSGEIVVTDMDTIEKSNLNRQFLFRSWDVTHPKSEVSSKAVKRINPGMNIIPYQ
DRVGEETENVFDDTFFDSRDIITNALDNVDARRYVDRRCVYYCKPLLESGTLGTKGNTQVILPHLTESYSSSQDPPEKSI
PMCTLKNFPSAIEHTIQWAREAFEGYFTQEPGNVNQYIEQDNFLEHLDKQPSLHQQETLESVLRLVASEKPSNFDDCVSW
ARFQFQDMFHNKLAQLLHNFPKDMVTSSGTDFWSPPKRCPTALHFDADNSLHIEFIVAAANLRASNFNIAECRDIDAIKS
IVSKVVVPEFKPKENVKIQVTENETVEPETTDSSVIANLQKSLPERSSITKLNPADFEKDDDSNFHIDFITACSNLRATA
YGIVNATRLKTKGIAGKIIPAIATTTSLIAGLSCLEFYKVAFKNDDIEAYKNSFVNLALPFTAFSEPVVAPKAKYNDTEF
TLWDRIDVQGSMTLGDLTAKIEKEHKVSVMIISCGVSMLYACFMPNDKRKTRLASSIEDVIEVATKKKLPDYVKSTTLEI
LVSNDEDEDVDFPFVRYHLPK*KLHVYVCISKSNIVNIV*RLK*RTSAYYILTQKFTPNNTP                  
>Contig19063_Pirum_gemmata_fr6                                                  
CELLKNLAMTNFKEIVTVDLDTIDVSNLNRQFLFRKEHVGKSKAVVAAEAVKRFNPKLNITARHANIKNNEFNVDFFKRF
HIVLNALDNLSARNHVNRMCLAANVPLIESGTAGYLGQTTVIKKGVTECFECQPKPPQKRYPVCTIRNTPSLPIHCIVWA
KFLFNQLFGHPDDENTISPNMDDPEAKETDEIGKHNENGDEIMKEISSTIENEDDQAFSLRKWAMSVDCDPEKVFNRMWV
KDVETLLSMETLWKNRDPPKVVDCHNVPDYVQEDNSKKNDSQLLPEQKVWSLKKCVDNFKESMKILYTRWKNLTDEPHEL
EWDKDDKPAMDFVTAAANVRAYSFGIEMKSPFDTKSMAGNIIPAIASTNAVIAGMIVIEALHILGGNFDKCKTTYLKTTP
NARKKLLVPAYLELPNPKCYVCPERPEVHLVTDVNTFTLEDLKTKAMQGKLGMIAPDISLGSNIILSSEEGETDMNSDRS
LADLGVEDGSILEAEDFLQDYQLIVVVVHKEDLTEEIEFEIVGEKPHVKENNTCSASEQEKTEVETEVDADMDDDDGFEI
LDETEIAEVNYLKRNLDDINEDRTKRYKCADEEMDDITIL*YLFVKNVLRFVVLYVRVE*GQVGKIAK*IILEE*TYLNG
NINITLT*I**NNKK**YNRQT*AKNNLKIKKAKYYFFCKPKSTLYTQMS*LIDALSYVRSYVFQSLN*N*TLTVIGKYN
*LYIYNVRLLHRHLASGLEEKPKVEEETEMEETKVENEETKVKEEEPKWKDQK*KKNQKWKSLK*KILH*MKINLCSAQF
VIKKLN*KTGFIKETAV*FIKYEHG**IKRL                                                 
>Contig19064_Pirum_gemmata_fr6                                                  
CELLKNLAMTNFKEIVTVDLDTIDVSNLNRQFLFRKEHVGKSKAVVAAEAVKRFNPKLNITARHANIKNNEFNVDFFKRF
HIVLNALDNLSARNHVNRMCLAANVPLIESGTAGYLGQTTVIKKGVTECFECQPKPPQKRYPVCTIRNTPSLPIHCIVWA
KFLFNQLFGHPDDENTISPNMDDPEAKETDEIGKHNENGDEIMKEISSTIENEDDQAFSLRKWAMSVDCDPEKVFNRMWV
KDVETLLSMETLWKNRDPPKVVDCHNGSSPYP*SPAP*HPCPLNLHPQTKPTP                           
>Contig19065_Pirum_gemmata_fr6                                                  
CELLKNLAMTNFKEIVTVDLDTIDVSNLNRQFLFRKEHVGKSKAVVAAEAVKRFNPKLNITARHANIKNNEFNVDFFKRF
HIVLNALDNLSARNHVNRMCLAANVPLIESGTAGYLGQTTVIKKGVTECFECQPKPPQKRYPVCTIRNTPSLPIHCIVWA
KFLFNQLFGHPDDENTISPNMDDPEAKGKRPRQR*YQV*L*K*L*C**QHNSIH                          
>Apar_comp24186_c3_seq1_fr4                                                     
TIEKSNLNRQFLFRPWDVSKNKSNTASEAVRRMNPALKIDAMQDRVGPETESVFNDDFFEGLDVVCNALDNIDARRYVDR
RCVYYRKPLLESGTLGTKCNTQVVLPNVTESYSSTNDPPEKSIPICTLKNFPNAIEHTIQWARDKFEEMFNQNAENINQY
LTQQNYVQQLEKQSGVQLMEALEAIVSGMTTDRPLAFDDCIVWARLRFEDYFHNQIAQLLYNFPPDQVTSSGTPFWSPPK
RCPHPLTFDPNDPLHLDFIVAAANLRAFNYGLAGSRDLDYIRQKLADVIVPEFQPRAGVKIQVNENENAGGGDSSTDESR
LEELKSRLPATKDHVGFRLSAADFEKDDDSNFHIDFITAMSNLRAAH*GIASDDRLGTRGV                   
>Apar_comp24186_c3_seq2_fr4                                                     
TIEKSNLNRQFLFRASDVGKSKAEVAAAFINKRVKGCTVTPHNKMIQDYDASFYSEFNVIVCGLDSIPARRWINAMVHSL
VEYENDDEGNPTIPTGIIPIIDGGSEGFKGQARVIIPSFSACFECALSTFPKQTVYPLCTIATTPRLPEHCIEYAKIILW
PKEFTDTDLDTDNPDHIDWLFQKAAERADQFKIPGVTRSLTQGVVKNIIPAVASTNAIIAGACALEVFKLTTNCNPPLNN
YCFYNGVEGAYTHTFEYEKDENCIVCSRRPRSVTCSPTMKLGAFCDLLDAELQMKSPSVRTSDRTLYMSNPEALRLQTAP
NLEKTLAELGITEGTHMSITDPAVPNGATVIARFG*LCVWGEGGG                                   
>Apar_comp22465_c0_seq1_fr6                                                     
SQFPPSTPSALRTSAEF*LNTEPLFPLLPSFLG*NLTQTFYRALGGKHPFQASKMSAADKKDGGEIDESLYSRQLYVLGA
EAMKKLNSSNVLIIGLGGLGVEIAKNVILGGVKSVVLYDNEQAKTSDLSSQFFLSEADIGKPRAAVSAPKLQELNSYVPV
SVHDGPLDEAFVSNFQVVVATTLSRSEELRINKITHAKGISFIAARTAGLFGYIFVDNGPQFTVTDATGEPVGNCLIASI
TQETNGVVTCLDESRHGFEDGDYVTFTEIKGMTELNGSAPRPIKVIDKYSFSIGDTSSFARYVSGGVVEQVKMPKTVAFK
SLEESFRDPEFVITDFAKFDRPAQLHLGFQALDAFQSANGRLPLPRNKADRDAFLSLVKDLNGKDYKVDDSLNETLLSEL
ASQATGDIAPMQAVLGGTAAQEVMKSCTGKFSPIHQWLYFDSLESLPPAIESVPDSEFQPTGSRYDGEAAVFGRPMLEKL
QNLKVFLVGAGAIGCEMLKNWALMGIACGQNGKVFVTDNDTIEKSNLNRQFLFRPWDVSKHKADTAAAAVKKMNPAVNIE
AHQNRVGPETENVYNDDFYNSLDAVTNALDNVDARMYMDRRCVYYRKPLLESGTLGTKGNTQVVIPHLTESYSSSRDPPE
KSIPICTLKNFPYAIEHTIQWARDAFEGIFTQVPENVNQYITSPNFLATIKKQNASQAIEILEGVGDALSSRPTSFEDCV
VWARLRFEDLFANQIKQLLFNFPPDQVTSTGTPFWSAPKRCPSPAVFNMDDERHMDFIEAAANLHAFNYGLAQVRDRDRI
RKVLPTVQVPVFTPRSGVKIQVSENENNNDDAGMADDSKIDELAAKLPAPSTCQKPIPVDFEKDDDSNFHIDTITAMSNL
RAANYEIPPADRLRTKGIAGKIIPAIATTTALVTGLICLELYKVVGGHNKIEAYKNGFVNLALPFFGFSEPMVFETHEYN
GKKWGLWDRFDLQGPMTLRQFIDMMKKEHELEITMVSSGVSMIYSFFMPPAKLKDRMDLPLEDAVAQVTKAEVPGHQKAL
VLEICADDPNGEDVEVPYVRYVFRK*NMLGGDASICRK*II*WNW*LARAGGGGGRLWITWRPVSLKYL*LGSRGWE*DS
VS                                                                              
>Apar_comp22560_c1_seq1_fr6                                                     
GNST*LLLVLCSDLVLEIKLFPVYIYRERRVL*RACSNAGMEAALRGVLGAELYERVHGAKVLVVGAGGIGCELLKNLVL
SGFKHIEVIDLDTIDVSNLNRQFLFQKQHVGQSKAQVAVQAVGRMAPGVHLVAHHADVKGDQFGPDYVKGFGLVLNALDN
LSARNHVNRLCLAADVPLVESGTAGYLGQVTVIKKGRTECFECQPKPPPKKHPVCTIRNTPSLPIHCIVWAKYLFQQLYG
RADDDSAISPNTEDPEAAGEGAGKEKDGAGPRDGEVSVLRRWAASVQYEPQGIFDRVFRADIETLLSMSKLWEKRRPPTP



LGSDSLPDTVEQVQGQNQLPSQQLWPPRKCADVFMQCVQGLTSRREGMGDPEAELDWDKDDQLAMDFVTAAANLRAHAFG
IPLKSPFDVKSMAGNIIPAIATTNAIIAGLIVQEALNILAGRWDSCQTTYLWRTPNARKRLLVPDALAPPNPKCYVCAPK
PSVEVHCGLNHMTLNQLQHLVLVGKLGMVAPDVMHGASILLSSEEGDTPPHVLNNTLAGLGLKSGIELQVDDFLQQYTLT
VVLRDRPDMAEGTDFEVVGSAEPQAAASEEGSKEEEEE                                          
>Contig3483_Corallo_2_fr3                                                       
NPALKVTAYHADILSRDFDVGFFRKHQIVLNALDNIKARNHVNRMCLQSGVPLVESGTRGYSGQVKDIIKGRTPCQECNP
PAPQKTFPVCTIRNTPTQPVHCLVWAKFLFGQMFGPEDDDHDVSPDMDDPELQQDNVDGATENAPTQPTTTAETAEQNGN
PNGEEESHKRSNFRAWVENVEYDAASVFQRLYKTDVETLLGMTGLWRTRKKPELLPVEDWLQSKDDQLQRVVDTVKPSGQ
YCAQLFLDSCKQLRERMLQAPRNQLEWDKDDDLGMDFVFAASNLRSLVYHIPVKSRFDCKSIAGNIVPAIATTNAICAGL
IMIEALKVLQNQTDALRMTYISENASGKILIPSQHDSPNPHCYICSSTTPQLFLGLRLDLVTVTYLRDTILKNAIHMAHP
DEITAGSSILFDADEEITEANLNKTLAELGVQHGDTLEITDSHQNVELRVVVDARAEDLDAEKMYVVQSQQGELKNGGGD
MADGTATTGDRTEGTATAGAAAEDDEIVMVVDDDDLIIIEDEEPGLEPDAKRAKHS*IQEEHSM*EHKS*TEDASYGDEF
NQLTRNEFLVL*RSNGIRVRTSFLSCRSARKFACDWNSSVLLKSVLVFQERSRDRRHMDSQWFTIALHTTRRVLSVPEET
VARHFVAHNTSQTGARVHTNS*LHHILLLVPHINSVSHCRFLWHETAFLSSDQFMSQSPQTGSH*GALAHKLVKVPSEQT
GSSGMEIIDLMTGHNDNTYDKI*WNSLSIHKTRPSVYVPKCRMADPS*ESCLCLALVSGSACSADS*PHYAFRESIGAKL
LPDISSRLRR*SCTSLLQYAHCRLIP*CPPKSGPIHTH*RGPHPPAWVCGGL*PAAYGLSFGDHRRATCR*DLEAAVHWD
RF*TVGIRTADPYPYHCGSSP*RRTNGHLRAGRQPCIA*GHHR*CGQRVHSPTEQSFRPCHQLRHHPGP*PETRARSS*R
RESRLAWHHRQASGFLA*CWHGLVARWDSADHLS*KESGSLGN*AWTSTSTSNIVRH*CSHSSAVGNY*DS*FPL*KPCV
YP*PDAH*AGLQHWAAPRVVGPRAVAGVLLDAAEEVDAGPNRAVAEDGTVPVTAGSMD*HSSSD*GVHKGSALEERRLRV
RKD*LPVAVVLLDKVAVPHRTDFVPEAGSLRLEVGSRHQEAESRRLDRRGLPWYLYAMWIAYR*QIS*            
>Contig5015_Corallo_2_fr3                                                       
SLIQMRT*RRNRT*ESRFSGRPEHTT*TRERKTSEYEMDSSASEVSADQYFRQLSTLCSRMGPVAAPDEEPQLGMFETVR
DIAKILVIGAGGLGCELLKDLALMGFKHLEVIDMDTIDVSNLNRQFLFRASDVGKPKATVAAEFINTRTNGRCKVTAYYG
RIEDHGPAFYSQFNIIVCGLDSIAARRWINGMLFSLLEYDDEGKVCSGMIPMVDAGTEGFKGHARVILPGMSACFECALP
SFPPQEAYPLCTIASTPRIPEHCIEWAKIIAWPESFKDEELDLDSPKHLQWLYEKSCERAKEFDIQGVTMRLTLGVAKNI
IPAIASTNAAMAAVIAHEVFKLAMSCCLPMNNYLMYNGSSGVYCFTFEYERNPDCLVCGKEPVVLTVEDFSKTSLEQLLT
AMAEHQSLQTKQPSVRCAGKSLYLRKPPMLEQQTRPNLGKTLAELGVASGASLDVTDPAIPKPLQVIVRASS*S*NE*MP
GILIY*GIVLFCRLTTGMASC*SD*GNISIAC*AVQSLFGSIDQNSLIH*Q*M*IAERFGSTGLSSTGFSCVTEQRTAFV
EEALFKILIIVFLLIIQQTQAWQDCYSTNKSDEHDDRE*AEQCYRKVLLADKTKADTNHHIAHRTTTGTCFG*EKAGIED
TLGHVRRNYLTKQAHIETLPNLSTLEKQDCTDQVLH*EEGPDHVAQG*YKTTQ*CGHNEADH*QFGLEVLDRKL*GTVAD
EHSQTKYAHEHTDGASGPAVVVARQ*WYTGAVGFQCQLQREVVEDAHYHREIVP*DGGTAYRSGFFASTSLVGFMVTCVV
IEAPRGIAIASIRHRLTIRRAGWTGIVVTLFNVEKIFRSSASLHLIRT*GLQTQSLALCLLDHVLGLVE*DACSKTVTQP
HQSHEPAGSCRFVEGYAQNLKVRHVAKNCSNKRTHADT*GTGRHKLAARLDPSPQWHFIRNKATVYRPCTAKAAQQTPCQ
HHPNRSEWPRH*VHDVTDTQGQRTEHETLAVACLGPNRVENSTHQSSHRSHTDNECAE*RRCIQANGVVLARGDHNVVVC
EVQECAHHVNPVACCRRHLICTFAHIQRFKGKFVVDVHEFAFVLQGFMPGPQPGQNRLQVANVRVPCANGGHATHRCSFP
QNNINIPAQNVEVNHFVAHRSDEVTNLDRGQETAAPTNAEASVVADFAGCAEIVGYLRVLVDHSKVPQLQITKISSTAEN
IPLSQ*LLGILVPLL*DLAQPGDLILNKVQ*KQYLFS*TAVVSSVILNCTVQELQISDRKFRHFSNLFVWHIPREVLARA
IEAVQNFPLLFHEMIRYLLQFFVKFLEEGLVGLTSRLCVAIRSALFLPLDQLLESLVVQELVLPRMVLRGLEKGMSIAHC
CRSVQRLARWPNYARLCHAC*LR                                                         
>Contig2677_Corallo_2_fr6                                                       
DEGLQDLRTWCDNLLLHVRVKLFAT*LLVNSSQQTFH*NTLSLVIIGKRPANSDSPPGAATEEQQRKRLSASLSQPSTMS
DRNANGASSGGQAGEIDESLYSRQLYVLGKEAMQRMSGANVLISGVGGLGLEIAKNVVLAGVKSVTIQDDKVAQWSDLSS
QYYLSESDIGQNRATVTVPKLQELNSYVNLNCEPGPLTNDLLDRHNIIVLTDATLDEQLKVNAYCRSSQPQKSFIGARIA
GLAGSVFCDFGDKFVVYDTDGNQPVSVMISSVDEEGVVTCLDESRHGLEDGDYVSFKEVEGMPALNDSTPKKITVKGPYT
FSIGDVTGLGTYVQGGIVTQVKMPKEISFKSLETSLKTPEFTETDFAKFGRPQTLHLCFQALSKFQADNGRLPGPRNAGD
AAQFLTIVKAINEAAGDAKTDEIDEKTVELFSFTAAGNLAPMCAVFGGMAAQEVLKASSGKFGPIQGFLYFDAYECLPEA
ELGHTITEEDVTAQNNRYDGQTAVFGKKFQEMIGNARVFTVGAGAIGCELLKIYAATGLASGADGKVFVTDMDAIERSNL
NRQFLFRPKDVGSFKSEVAAEAVKAMNPNLNIETKRERVGQDTENIFSDDFFDNLTLVCNALDNVDARLYMDRRCVYYRK
PLLESGTLGTSCNTQVVIPHLTESYSSSQDPPEKSIPICTLKNFPNQIQHTIQWARDLFEGIYTQQPESAQHYIEDPDFV
DRQMKQSQQQALEALLHVQDLLQTNKPHTFEDCVSWARLKFEELFHNQIKQLLYNFPPDQMTSTGQPFWSGPKRVPSPMV
FDLNNPLHFEFVRSGAVLRAENFGIEPEPQNIEKIKQVVDNMMIPEFQPKAGVKIQANENDESAPDPTAQGVTPEEVMEK
LPNRDQLSSVKITPLEFEKDDDTNFHMEFITSASNLRAANYRIDPADKTETKRIAGRIIPAIATTTAMVVGFVGLEMFKV
IWGQQKIESYKNGYCNLALPLFTSSEPMPAPKLKYYDTEWSLWDRFDLKGPMTLKEFIDYFQDQKKLEVGMVSAGNSMLF
SFFMPGKKREERMGKGVEAIYEEVTKKSLPEHQQALVMEIMCNDDTGEDVEVPYVRYQISK*GRERFQLLCKSR*IILYR
QCCQ*TLRNFKTE                                                                   
>Spom_XP_001713148_1                                                            
MSNNMNIDQTDQNTIDEGLYSRQLYVLGHEAMKQMSQSNVLIIGCKGLGVEIAKNVCLAGVKSVTLYDPQPTRIEDLSSQ
YFLTEDDIGVPRAKVTVSKLAELNQYVPVSVVDELSTEYLKNFKCVVVTETSLTKQLEINDFTHKNHIAYIAADSRGLFG
SIFCDFGENFICTDTDGNEPLTGMIASITDDGVVTMLEETRHGLENGDFVKFTEVKGMPGLNDGTPRKVEVKGPYTFSIG
SVKDLGSAGYNGVFTQVKVPTKISFKSLRESLKDPEYVYPDFGKMMRPPQYHIAFQALSAFADAHEGSLPRPRNDIDAAE
FFEFCKKIASTLQFDVELDEKLIKEISYQARGDLVAMSAFLGGAVAQEVLKATTSKFYPLKQYFYFDSLESLPSSVTISE
ETCKPRGCRYDGQIAVFGSEFQEKIASLSTFLVGAGAIGCEMLKNWAMMGVATGESGHISVTDMDSIEKSNLNRQFLFRP



RDVGKLKSECASTAVSIMNPSLTGKITSYQERVGPESEGIFGDEFFEKLSLVTNALDNVEARMYVDRRCVFFEKPLLESG
TLGTKGNTQVVVPHLTESYGSSQDPPEKSFPICTLKNFPNRIEHTIAWARDLFEGLFKQPIDNVNMYLSSPNFLETSLKT
SSNPREVLENIRDYLVTEKPLSFEECIMWARLQFDKFFNNNIQQLLFNFPKDSVTSTGQPFWSGPKRAPTPLSFDIHNRE
HFDFIVAAASLYAFNYGLKSETDPAIYERVLAGYNPPPFAPKSGIKIQVNENEEAPETAANKDKQELKSIADSLPPPSSL
VGFRLTPAEFEKDDDSNHHIDFITAASNLRAMNYDITPADRFKTKFVAGKIVPAMCTSTAVVSGLVCLELVKLVDGKKKI
EEYKNGFFNLAIGLFTFSDPIASPKMKVNGKEIDKIWDRYNLPDCTLQELIDYFQKEEGLEVTMLSSGVSLLYANFQPPK
KLAERLPLKISELVEQITKKKLEPFRKHLVLEICCDDANGEDVEVPFICIKL                            
>Spom_NP_595945_1                                                               
MPTLMQLSNDMKPLTFVEALRNFKSAKVLLVGAGGIGCELLKNLLMSGVKEVHIIDLDTIDLSNLNRQFLFRKKHVKQPK
AIVAAKTASSFNPNVKLEAYHANIKEDRFNVAWFRQFDLVFNALDNLDARRHVNKQCLLASVPLIESGTTGFLGQVQVII
HGKTECYDCNPKEPPKTYPVCTIRSTPSQPIHCVVWAKSYFFPQLFSNDQESDGIIDNVSANEMERREIAELARETTELN
ELRSSIGQSDNGFEKIFTKMFTKDIVRLREVPDAWTYRSPPKELSYSELLENAEKATSPWLNEQNVWNVAESFAVLRDSI
RRLALRSKSSKDDLSFDKDDKDTLDFVAAAANLRAHVFGIQQLSEFDIKQMAGNIIPAIATTNAVIAGLCITQAIKVLQG
DLNDLKNIYLAKRPTRVLHCEKTCKPNPYCPTCSFVLLQLGVNDKNMTLRVLVDDILKSRLHYSEEVSVLNDKLIYDPDF
DDNLDKTFDDLGINPAKNTILTVLGDSAVEKDDDGEEATRVPLLIEVTFIDSNSTEGLPYQILSNATSIPLKQQPPSNSP
EDSQVLTDEINEVNDFSSSERIVINLDEYDIIVDSKTSSHNKQLKRRPSNDTLTQEAKSKKQAKIHTM            
>Tmel_XP_002841511                                                              
MRTMTPKCKRHSSMILKSCKLHKFVLAYTRGANNSGAGGLGCEILKNLALSGFKDIHVIDMDTIDVSNLNRQFLFRASDV
GKPKATVAASFVMSRVKDVTITPYYGAIQDKDQEYYMQFKLVICGLDSVEARRWINATLVDMVDIDNPESLKPLIDGGTE
GFKGQSRVILPTLTSCYECSLDMLTPQTAVPLCTLATIPRQPAHCVEWASILEWPRVFEDKKLDNDDPEHVQWIYEQALH
RAQEFNISGVTYSLTQGVIKNIIPAIASTNAIIAASCCNEALKIATGANPYLNNYMMYIGNEGVYTHTFEHEKKDDCPVC
GNLATDFAVDPEWTLEEFIDRLKEQPEVQIKKPTLVTERRRLYYQGPPQLNEQTRPNLEKKMRDLVDNREEIAITDPGLP
FSLRLNVIFS                                                                      
>Tmel_XP_002835647                                                              
MVGAGGIGCELLKNLVLTGFGEIHIVDMDTIDLSNLNRQFLFGMQHIKKSKAMVAKETAGKFNPNVKLEAHHANIKDPEF
NVKWFGGFNVVFNALDNLEARRHVNKMCLSADVPLIESGTTGFDGQVQVIKRGKTECYDCTHKATPKSFPVCTIRSTPSQ
PIHCIVWAKSYLLVEIFGTSEESSPDLDPTEDSENSREIANLKREAEELKNIREKMDSPDFAATVFNKVFRDDINRLRSM
DEMWKSRKPPEALDHQMVSDEAKGIDAKVSENDQKIWSLVENYIMFEDSLRRLAERVLDMKRDQVGDEAAPIITFDKDDE
DTLDFVAASANLRSLVFGINVKSKFDIKQMAGNIIPAIATTNAITAGLCVLQAFKVLRDDFTSARTIFLSRLADRAFCTE
KPSPPNPTCGVCSVARTAIEADIERATLGDLLDNVLRDGLRYGGEITVMTSQLLYDCDFDDNIDRTLKGLGFSEETFVTV
VDDEDDPRINLEVLVTNTQLPEDSTPITIPAYFEIPKKSSAKLETPEPSSLNGNSANGSATKRSIEEVIGSDELDQSNGP
DTKKLRRDIVVEDRVPASAKKLGKMPATEMDDIVVIDDDGTITID                                   
>Tmel_XP_002835639                                                              
MTDTSSKMQLDSPADTATGTIDEGLYSRQLYVLGHEAMKRMSQSDVLIIGLKGLGVEIAKNICLAGVKSVTLYDPSRIEI
SDLSSQYFFQASDVGKQSDEVSAPLLGELNTYTPVSVLHSNPFDDVELLGRYKAVVVAGIPLSAQLKVNEYCHKNKIPYV
SAETRGLFGSIFCDFGEGFIVIDPTGENPVGGIIAGIDSSGLVTALDETRHGLADGDHVTFGEVQGMESLNGAEFKVEVK
GPYTFSIGEVKKPRIINFKSQAEQLKEPELLITDFAKFERPLQLHIGFQALHQFREKGGFPRPMNEEDAAEVLKYATSIA
DSLGESKPELDEKLIKELAYQARGDLAPMCAVIGGWAAQEVVKSLSGKFSPIVQHVYFDSLESLPTSVPRTEESVQPLNT
RYDGQVAVFGKDFQDKIANVKEFLVGAGAIGCEMLKNWAMIGLATGPEGKISVTDMDSIEKSNLNRQFLFRSQDVGRLKS
ECAAAAVQKMNPDLNGKINTLRDRVGADTENVFDEGFWESLDGVTNALDNIEARTYVDRRCVFFRKPLLESGTLGTKGNT
QVVMPGLTESYSSSHDPPEQSFPMCTVRSFPNKIEHTIAWSRELFEQYFVQPAENVNLYLSQPNFFEATLKQAGNQKQIL
ETIRDYLVYNKPLTFEECIVWARHEFEKQYNNNIQQLLYNFPKDSTTASGALFWSGPKRAPDPLTFSLDNDTHMVFVKAA
ANLHAFNYGIKGNATDEVYRKVIGDMIISEFTPSSGVKIQASDAEPDPNATQTGFDDEGEIQRIIESLPPPSALAGYRLV
KVDFEKDDDSNHHMDLITAASNLRALNYGIPTADKHTTKGIAGKIIPAIATTTSMVTGLVCLELYKVIDGKNKLEDYKNG
FVNLALPFAAFSEPIASPKGKYQSKEGEVTIDKIWDRFYFDHDATLQEVLDVMASKGLTCSMVSCGVSLLYGSFFPQKKL
KDRLPMKLTKLVQEISKKPVPAHTKNLILEICADDETGEDVEVPYICVRIR                             
>Ncra_2261NCU02532                                                              
MSSPEVLPDSEAKRWKYLNNVRTRPGAFVDPEEFDGSTVVENMNKIKILVIGAGGLGCEILKNLALSGFKDISVIDMDTI
DISNLNRQFLFRHADVGKFKAEVAAKFVERRVKGVKITPYNCKIQDFDEDFYQQFQIVVCGLDSIEARRWINATLVNMAS
CENPDSMKPLIDGGTEGFKGQARVILPTMGSCIECQLDMHAPRAAVPLCTLASIPRQPEHCIEWAHVIAWDKEKPFPQLD
KDDPEHITWLYQKALERAKEFNISGVTYSLTQGVVKNIIPAIAATNSVIAAACCNEALKIASSCAPFLGTPGEGEPNYMM
YSGNDSIYTYTFKHEQKEDCPVCGMTARVLKVNPKWTLEELIESFATLPEAQLKKPSVRAEGKTLYMQLPPNLEEQTRPN
LEKTLEQLGLTEGTELAVTDPAFVGVVFNFSLKFA                                             
>Ncra_3151NCU03526                                                              
MDPAMGNPMVPMTAQIPAPVAQPIPLPVLTRDSYNSQSLGRSLNANVKQARVLMVGAGGIGCELLKNLVLTGFGEVHVVD
LDTIDLSNLNRQFLFRHEHIKKSKALVAKEAAQKFNPAVKIVAHHANIKDAQFNIEWFSSFRIVFNALDNLEARRHVNKM
CLAADVPLIESGTTGFNGQVQVIKKGVTACYDCAPKETPKSFPVCTIRSTPSQPIHCIVWGKSYLLNEIFGASEDESAFD
HTVDGDNAQEIEELKRESAALRKIRNSVGTEEFAQMLFEKVFKTDIERLRSMEDMWKTRKPPEPLNYKELLDKAKSLDKD
KVLKDAQKVWSLEENLVVFNDSLERLSKRVLENKSAGEESIITFDKDDEDTLDFVAASANIRSAVFGIDRKSKFDIKQMA
GNIIPAIATTNAIVAGLCVLEAFKVLKGHYEQAKEVFLTPFANARMLASDKSREPNPDCPVCGVYQTRAYVDLEKATLND
LVEHLIKTNLGYGEKDFAISNEVGILYDPDETDNLEKKLSELGIKSDSFLTITDEDDEEPFVNVVVAIQEAKEPLGDKPV
KGILDPEDVKIPLKPKKQSQPEPVATPTAATNGASISNGQNGGVINLDGDEPMTTPAKSLKRGHPEDAEGPSVKKIKAND



KAADDDIVFIEDSAGAIVIDDD                                                          
>Ncra_3898NCU04370                                                              
MTDTQKNEVDLVTRMQVDESVAGTTAEIDESLYSRQLYVLGHEAMKRMSASNVLIVGLKGLGVEIAKNVALAGVKSLTLH
DPEPAAWADLSAQFFLRPEDVGKPRDQVTAPRVAELNAYTPVHIHQSPSLADNLSQFDKYQVVVLTNQHTDLQTIVGEYC
HSKGIYFIAVNTHGLFGGIFCDFGDNFTVMDTNGENPVNGIVAGIDEEGLVSALDETRHGLEDGDYVTFSEVEGMEGLNG
CEPRKVTVKGPYTFSIGDVSGLGQYKKGGLYQQVKMPKTIEFKSITNALKDPEFVISDFAKFDRPQQLHIGFQALHAFAK
SQGRLPRPMNDEDALVVIASAKEFAKQQGVDVEFDDKLLKELSYQATGDLNPMAAFFGGLTAQEVLKAVSGKFHPIKQFM
YFDALEALPTNSKRTEELCAPTGSRYDGQIAVFGKEFQEKISNVKQFLVGAGAIGCEMLKNWAMIGLGTGPEGKITVTDM
DSIEKSNLNRQFLFRPKDVGQMKSDCAAKAAQAMNPDLEGHIVSLKDRVSPETEEIFNEEFWQGLDGVTNALDNVEARTY
VDRRCVFFHKPLLESGTLGTKGNTQVVLPRLTESYSSSQDPPEQSFPMCTLRSFPNKIEHTIAWARELFESSFVKPAETV
NLYLTQPNYLDTTLKQSGNEKATLEMLADFLKHERPLTFEDCVQWARMLFEKQYNNAIQQLLYNFPKDSVSSTGTPFWSG
PKRAPDPLKFDPENPTHFSFLEAATNLHAFNYSINAKGKSKADYLRALEGMIVPDFSPDSNVKIQADEKEPDPNADNTAF
DDESELGNLKSQLPEPKSLAGFKLNVVEFEKDDDTNYHIDFITAASNLRAENYKIEPADRHKTKFIAGKIIPAIATTTAL
VTGLVVLELYKIIDGKTDIEQYKNGFINLALPFFGFSEPIASPKVEYNGPNGKVTLDKIWDRFEVGDITLQELIDDFEKR
GLSISMLSSGVSLLYASFFPPAKLKDRYTLKLSELVETISKKPIPAHQKELIFEVVTEDADGEDVEVPYIKARIR     
>Scer_SCRT_00140                                                                
MPRETSLVTIIGEDSYKKLRSSRCLLVGAGGIGSELLKDIILMEFGEIHIVDLDTIDLSNLNRQFLFRQKDIKQPKSTTA
VKAVQHFNNSKLVPYQGNVMDISTFPLHWFEQFDIIFNALDNLAARRYVNKISQFLSLPLIESGTAGFDGYMQPIIPGKT
ECFECTKKETPKTFPVCTIRSTPSQPIHCIVWAKNFLFNQLFASETSGNEDDNDQDWGTDDAEEIKRIKQETNELYELQK
IIISRDASRIPEILNKLFIQDINKLLAIENLWKTRTKPVPLSDSQINTPTKTAQSASNSVGTIQEQISNFINITQKLMDR
YPKEQNHIEFDKDDADTLEFVATAANIRSHIFNIPMKSVFDIKQIAGNIIPAIATTNAIVAGASSLISLRVLNLLKYAPT
TKYTDLNMAFTAKASNLSQNRYLSNPKLAPPNKNCPVCSKVCRGVIKLSSDCLNKMKLSDFVVLIREKYSYPQDISLLDA
SNQRLLFDYDFEDLNDRTLSEINLGNGSIILFSDEEGDTMIRKAIELFLDVDDELPCNTCSLPDVEVPLIKANNSPSKNE
EEEKNEKGADVVATTNSHGKDGIVILDDDEGEITIDAEPINGSKKRPVDTEISEAPSNKRTKLVNEPTNSDIVELD*   
>Scer_SCRT_02550                                                                
MDCKILVLGAGGLGCEILKNLTMLSFVKQVHIVDIDTIELTNLNRQFLFCDKDIGKPKAQVAAQYVNTRFPQLEVVAHVQ
DLTTLPPSFYKDFQFIISGLDAIEPRRFINETLVKLTLESNYEICIPFIDGGTEGLKGHVKTIIPGITACWECSIDTLPS
QQDTVPMCTIANNPRCIEHVVEYVSTIQYPDLNIESTADMEFLLEKCCERAAQFSISTEKLSTSFILGIIKSIIPSVSTT
NAMVAATCCTQMVKIYNDLIDLENGNNFTLINCSEGCFMYSFKFERLPDCTVCSNSNSN*                    
>Scer_SCRT_03822                                                                
MSSNNSGVSAAGEIDESLYSRQLYVLGKEAMLKMQTSNVLILGLKGLGVEIAKNVVLAGVKSMTVFDPEPVQLADLSTQF
FLTEKDIGQKRGDVTRAKLAELNAYVPVNVLDSLDDVTQLSQFQVVVATDTVSLEDKVKINEFCHSSGIRFISSETRGLF
GNTFVDLGDEFTVLDPTGEEPRTGMVSDIEPDGTVTMLDDNRHGLEDGNFVRFSEVEGLDKLNDGTLFKVEVLGPFAFRI
GSVKEFGEYKKGGIFTEVKVPRKISFKSLKQQLSNPEFVFSDFAKFDRAAQLHLGFQALHQFAVRHNGELPRTTNDEDAN
ELIKLVTDLSVQQPEVLGEGVDVNEDLMKELSYQARGDIPGVVAFFGGLVAQEVLKACSGKFTPLKQFMYFDSLESLPDP
KNFPRNEKTTQPVNSRYDNQIAVFGLDFQKKIANSKVFLVGSGAIGCEMLKNWALLGLGSGSDGYIVVTDNDSIEKSNLN
RQFLFRPKDVGKNKSEVAAEAVCAMNPDLKGKINAKIDKVGPETEEIFNDPFWESLDFVTNALDNVDARTYVDRRCVFYR
KPLLESGTLGTKGNTQVIIPRLTESYSSSRDPPEKSIPLCTLRSFPNKIDHTIAWAKSLFQGYFTDSAENVNMYLTQPNF
VEQTLKQSGDVKGVLESISDSLSSKPHNFEDCIKWARLEFEKKFNHDIKQLLFNFPKDAKTSNGEPFWSGAKRAPTPLEF
DIYNNDHFHFVVAGANLRAYNYGIKSDDSNSKPNVDEYKSVIDHMIIPEFTPNANLKIQVNDDDPDPNSNAANGSDEIDQ
LVSSLPDPSTLAGFKLEPVDFEKDDDTNHHIEFITACSNCRAQNYFIETADRQKTKFIAGRIIPAIATTTSLVTGLVNLE
LYKLIDNKTDIEQYKNGFVNLALPFFGFSEPIASPKGEYNNKKYDKIWDRFDIKGDIKLSDLIEHFEKDEGLEITMLSYG
VSLLYASFFPPKKLKERLNLPITQLVKLVTKKDIPAHVSTMILEICADDKEGEDVEVPFITIHL*               
>Cneo_XP_571488                                                                 
MPRSTYTEALLGPEVYKKVRETKVLVVGAGGIGCELLKNLVLVGFANIEIIDLDTIDLSNLNRQFLFRKPDISKSKALVA
AATAHHFNPNSGININARHGNVKDSVNDLEWIKGFGLVMNALDNMDARRHVNRLCQAAGVPLIESGTAGYLGQVTPMIKD
VTECFDCVPKPAPKAFPVCTIRSTPSEPIHCIVWAKTYLFGKLFGEDDEDMDTEELDKAKSSGENAEEIENLKKEAAAFR
QVRKSLSEEDGPRRVFHKIFNEDIRRLLAMEDMWKKEGRVKPVPLDCDAILDETFVTPPLRTVPVTNQQADSDRAAERDK
GKSAALLKDQKELNLKENLELFLDSCKRLSARALAFPDTPLSFDKDDDDTLDFVLATANLRATAYGIPNKTRFQVKEMAG
NIIPAIATTNAIIAGLIVMQSLNILSRIHSTSNGGPSTDSSSIPVRNVFLRTDPTKPLGSFLPQHPDPTCSVCRDVYIPF
KADVGKCTLGEFVEDAVKDWLGSAEFEGQGEGEDVEWTVFEGGRLLADPDFDDNLGRTLDDLGVGRGKILTVRDEDTKYR
PVHFCVCQPDPEASKAYTLPDEKPTIPLAPAKPGAAARESSEEPEIVEHVPANTAPKDLPSVTAGVKRPAPEDEGQTAAG
RDDAKKRRVTTVVDDDDDFEIL                                                          
>Cneo_XP_569457                                                                 
MTAAHIQSYHSDPTRYAAVDNLLHRKGPWTDERFQGGTETANFLRTKAKILVIGAGGLGCEILQNLALSGFNDIHVIDMD
TIDISNLNRQFLFREADVGKSKALVAAEFVMKRVPGCTVTPYHGRIQDHPTSFYSTFDVIVAGLDSISARRWINATLVQM
AQEDEENIKPLVDGGTEGFKGQARVILPTITSCYECSIDMLTPPTAFPICTIANTPRLPEHCIEWASVLEWPKVFRDKKL
DTDDPEHIEWLYKQAAARAGQFNIEGVTWALTQGVVKNIIPAIASTNAIIAASCCNEAFKIATASAPYLNNYMMYVGNES
VYTYTFEHEQRPDCPVCGGESLVAEVKRDWTLQQLIESLSQRQDLQVSRPSLSFSSGKALFWPSPPDVYEATKANLELLL
SDLVQDNDAIVLVDPALPVSASVTVKFV                                                    
>Cneo_XP_566574                                                                 
MAAPMQVDEAVPGDSIDEGLYSRQLYVLGHEAMKKMATSNVLIVGMKGLGVEIAKNVALAGVKTVTIYDPSAVEIADLGT



QFFLREEDIGRPRAEVTAPRLAELNSYVPIKILPGAGEITPEMIEPYQIVVLTNATVRKQVEIDEYCRQKGIYFIAADVR
GLFGSVFNDFGKDFACVDPTGENPLSGMIVEIDEDEDAIVTCLDETRHGLEDGDFVTFSEIKGMEGLNGCEPRKISVKGP
YTFSIGDTRGLGKYKSGGLFTQVKMPKILQFKTLKESLTNPEFFITDFAKWDRPAALHVGFQALSAFYEKAGHLPRPRNA
ADAEQVISLAKEIHSAAGGEDVLDEKILTELSYQATGDLSPMVAVIGGFVAQEVLKACSAKFHPMQQNMYFDSLESLPAT
LPSEADVQPLGSRYDGQIAVFGKAFQEKISNTREFLVGSGAIGCEMLKNWSMMGLATGPNGIIHVTDLDTIEKSNLNRQF
LFRAKDVGKFKAESAAAAVADMNPNLKGKIIAHDDRVGPETENVYGDEFFANLDGVTNALDNVSARQYMDRRCVFYCKPL
LESGTLGTKANTQVVVPHLTESYSSSQDPPEKSIPSCTVKNFPNAIEHTIQWAREAFDSFFVNPPTTVNLYLSQPDFVET
TLKSSGQHHEHLKQIEKYLVKERPMSFEECIMWARLQYENNYVNEIKQLLFNLPKDQVNANGTPFWSGPKRAPTALAFNI
DDPLDMEYLIAAANLHAFNYGLKGERDPALFRKVVESMNVPEFTPKSGVKIQINENEPVENNGNDDEDDIEAIVSSLPPP
ASLAGFRLQPVDFEKDDDSNHHIDFITAASNLRARNYGITLADRHKTKLIAGKIIPAIATTTALAVGLVCLELYKLIDGK
NKLEDYKNGFVNLALPFFGFSEPIAAAKQKYGETEWTLWDRFEIEGNPTLQQFLEWFQENHKLEVQMVSQGVSMLWSSFV
PSKKAADRMRMRMSELVEHVGKKPIPPHVKNLLVEVMVNDENDEDVEVPYVLVHI                         
>Ccin_CC1G_01191                                                                
MAATNNDWSGRYYHIDQILDKPGPRTDPSFLAGDGVKDFLRKQAKILVIGAGGLGCEILANLALTGFKDIHVIDMDTIDI
SNLNRQFLFRPADVGKPKAVVAAEFIMKRVPGVTVTPYFGKIQDKDEDYYMQFNLVICGLDSVEARRWMNATLVNMVDPE
NPESLKPMIDGGTEGFKGQARVILPTFTSCYECSLDMLNKQTAFPICTIANTPRLPEHCIEWASVLEWPKVHGDKKMDTD
DPEHISWLYSVALKRAQEFNIEGVTWSLTQGVVKNIIPAIASTNAIIAAACCNEAFKIATSSAAFLNNYFMLIGTDGVYS
YTFEHEKRQDCPVCGGEALDLTVSPETTVDQLIDLLVERQDIQIKKPSLSTPTKQLYFQAPPQLEEATRPNLEKKLSDFV
PPNGEVTVTSTSLPFSLSLRIQYSA*                                                      
>Ccin_CC1G_06462                                                                
MSTAKGRSTHAKAILGPELYAQLENTHVLLVGAGGIGCELLKNIVLTGFGKITLLDLDTIDLSNLNRQFLFRKKDVKQSK
AMIAAQTAAPFNPNVKLHPIHDNIKEPQYDIPWFQQFDIVLNALDNLDARRHVNRMCLAAGVPLVESGTAGYLGQVQPML
KDRTECFDCIPKPTPKTFPVCTIRSTPSQPIHCIVWSKSYLMGQLFGEDEDAGGELDEAEKQGENAQEIAALRKEATAFK
AVRDALRSSKSDDVAKTVFKKVFDSDIRNLLSMADMWKSRTPPTPLDYDGILSGEFTAKKPNAPAPPVANGNAVASSSKS
SDTAAPANGQTNGKSTSGLKDQRSLSLKDNLELFIDSTKRLAHRLQNGEDTISFDKDDDDTLDFVTAASNLRSTAYGIDT
KTRWEVKEMAGNIIPAIATTNAIVSGLIVLQALHLLRKTYDRMRNVHIQFKPEVPLSTITLSPPNPQCGVCRDTYGLLLC
DPSRAKLGEVVKGLLGDDDREVSVFEDKRMLSDPDWDDNFDRTLESLNVTRGKFLAIVDEDGELSTLSIGLAPLPPNHPV
DAPPFILPSPLPKPSRKPKPRAPTPETPHKANGKRTLPVENDDGIIDLAPTPKKPKFSVASNLPLKRKAEDEPSPSKKRK
LEEDGLVVLDGADDKIEEQDYIVIDD*                                                     
>Ccin_CC1G_14580                                                                
MSENSNIAARMDIDEAAIDEGLYSRQLYVLGHEAMKRMAASNVLIVGLQGLGVEIAKNIVLAGVKSVTLYDPEPVTISDL
SSQFFLREEDVGKSRAAATLPRLAELNAYVPVRDLGGQPGQEITVDLVKGFQVVVLCGVPLKKQLEINDWTHANGIPFIA
AETRGLFGSAFNDFGSKFTCVDPTGEQPLSGMIVSIDKEQDGLVTCLDETRHGLEDGDFVTFTEVQGMTELNGCEPRKVT
VKGPYTFTIGDVSNFGDYKTGGIFTQVKMPKIIEFKSLRASLQDPEFFITDFAKFDRPATAHAAFQALSEFRSEKGRLPR
PRNEEDAATLFELAKKINADAEEKIVKELAYQASGDLSPINAVVGGFVAQEVLKACSAKFHPMVQHFYFDSLESLPDTLP
SEADCQPTGSRYDGQIAVFGKAFQEKIANHRQFLVGSGAIGCEMLKNWSMIGLATGPKGVIHVTDLDTIEKSNLNRQFLF
RPKDLGKFKAEVAATAVADMNPDLKDKILAKQEPVGPATENIYDEAFFDSIDGVTNALDNIKARLYMDQRCVFYQKPLLE
SGTLGTKGNTQVIIPHLTESYGSSQDPPEKETPSCTIKNFPNAINHTIEWSRTQFDNLFVKPAQSVNAYLSEPNYLETTL
KYSGQQKDQIEQIVSYLVTNKPLTFEECIIWARLQFEKDYNNEIRQLLFSLPKDAVTSTGQPFWSGPKRAPDPLTFNSND
PTHLAYIIAAANLHAFNYGLRGETDPAFFRKVVDTVIVPEFTPKSGVKVQINDNDPAPEQSGGDVDLDELAAKLPAPSSL
AGYRLTPVEFEKDDDTNHHIDFITAASNLRAMNYGINPADKHTTKQIAGKIIPAIATTTSLVTGLVCLELYKIIDGKKNI
ESYKNGFVNLALPFFGFSEPIAAQKQKYGETEWTLWDRFEFKNNPSLKEIIDFFQEKHKLEVTMVSQGVSMLWSSFVGKK
KSEERLPMPFSQLVEHVSRKPIPPHTKHLIVEVMVSDEEGEDVEVPFIVVRI*                           
>Umay_XP_762335                                                                 
MAAAEDMKVDQPEQGIDEGLYSRQLYVLGHDAMKRMAASNVLVVGLRGLGAEIAKNVALAGVKSITIFDPTPVSISDLGT
QFFLRPEDASSRVRRDHATQPRLAELNTYVPIRVLEDNELNQQILSRFQVVVMSDALYAEQLRINDMTHASSTHFISAEV
RGLFGSVFTDFGPKFLCNDPTGEQPLSGMIVSIASEDEEGLVTTLDETRHGLEDGDYVSFTEVQGMDALNDSQPRKVTVK
GPYTFTIGSTKGLGQYKQGGIFKQVKMPKEIAFKSLRESGKQPELLIADFAKFDRPAALHAGFQALSHFEHQNGRLPAPR
NAQDADLLLQLTKQIVQTCGQDPADLPEKVIRELAFQAQGDLSPMVAYIGGFVAQEVLKACSGKFHPLVQHLYVDSLESL
PDSVESLPESEFAPTNSRYDGQIAVFGQAFQHKIANARQFLVGSGAIGCEMLKNWSMMGLGSGPEGIIHVTDMDTIEKSN
LNRQFLFRSKDVGHFKADTAAAAVAEMNPDLKGKIHSHQNRVGPETEDVYGDEFFASLTGVTNALDNVQARQYMDRRCVY
YEKPLLESGTLGTKANTQVVVPHLTESYSSSQDPPEKSIPVCTLKNFPNAIEHTIQWAREQFDEYFLKPAENVNQYLSQP
DYIETTLKSGSGAKEQLDQIKQYLVDERPKSFEQCIYWARLRFEENYSNNIRQLLHSLPADAVTSSGQPFWSGPKRAPKP
LTFDANDPTHLEYVMSAALLHAENYGLKGEADAALFRKVLSSMQVPEFVPKDNVKIQVNENEAATTNNNSNADGDDLTEI
TSSLPEASSLAGVRLQPIEMEKDDDTNHHMDFITAASNLRASNYGISPADKHQTKGIAGKIIPAIATTTALATGLVNLEL
YKLLDEKKSLEAYSNAFVNLALPFIAFSDPIAAQKLKYNDTEWTLWSRFKVEQDVTLQEFLDLFKDKHGLEVSMLSSGVS
MLFSAFLPARKREERLKMKMSTLIETVSKKPIPKHAQWVIVEIMADDLEGEDVEVPFVVVKVK                 
>Umay_XP_762248                                                                 
MLQWPGSILVIGAGGLGCEILSNLALTGFYNIHIIDMDTIDVSNLNRQFLFREKDVGRSKAHVAAEFVQQRVPGVQITPY
HGKIQDKDEQYYKQFNIIVCGLDSVEARRWINATLVNMVDDQDPDSLKPLIDGGTEGFKGQARVILPTVTSCYECSLDML
NKQTTYPICTIANTPRLPEHCIEWASVLEWPRVFPDKKLDNDNPDHISWLLEHASTRAASFGITGVTWNLTQGVVKNIIP
AIASTNAIIAAACVLEAFKFATTAAPFLNNYMMFTGNDSVYTYTFEHEKRPDCPVCGGEARPMTFSAQDTLERLIEQLGE



LTDLQIKKPSLSLAGKPLYYQAPPQLEHATRPNLQMKLVELCEQGDEITVTDARLPFTLGIIVNFS              
>Umay_XP_757148                                                                 
MASIASSSTQNGTSAQPARYALAETILGKDAFHRTNTAKVLVVGAGGIGCELLKNLVLTGFGNIEIIDLDTIDLSNLNRQ
FLFQKQHIKKPKSLVAKQTASSFNPLVNIVAHHANIKEPRFGVAYFQRFDLVLNALDNLDARRWVNKMCIAANVALLESG
TTGFRGQVQPIRPGVTECYDCQPKETPKTFPVCTIRSTPSTPIHCIVWAKSWFFTQLFGADDETEDAELDKAIADGEDAQ
EIDSLRKEAREMRDLRASLLQAAKQDDQQCVRTVVERIFNKVFKSDIERLLGMDEMWTHRPVKPVPLVFKDAVNGVSVVE
SNAAGTEIAEAIVSDTTASTPAAISTASADQPLSNASTLKDQRTLSLQDNVELFLSSTAALAIRAAADLSNPLSFDKDDD
DALDFVTSTSNLRSIVYHIDRKTRFQVKQMAGNIIPAIASTNAIIAGMLVLQALHILSGRWNKTRFITLTRGSDRYISGF
PPAQPNPRCGVCQDVYVAVAVKSLKRVTLADVVERVAKEALEMDAEELVVYDGSRILADPDFDDNLDKSLDDVGLQQGSI
LTITDEDQRLQAVNIVISVFEHEGDGAGSIKMLTENAMKPKPRFVERAEEQDDESDDDDDIIAVVDKANVPIKAAPAEAT
TVAGKKRPHPDQDASPSPSPSSTALSVSNSALVSDKKQKIQPDGSSANAAIEFD                          
>Mver_MVEG_02836                                                                
MVDMHSSLDTEAAESQRWAGIYKLLDRESLIHPEFEPVPEIKDFVKSAKILVIGAGGLGCEILKNLALTGFKDIHVIDMD
TIDISNLNRQFLFRRADVGRPKAVTAAAFVNKRVHGVTVTPHYCKIQDKDEDFYREFAIIICGLDSIEARRWINATLVNM
VDPEDPDTLKPLIDGGTEGFKGQARVILPGMSSCYECSMDMLSKPTGFPLCTIANTPRLPEHCIEWASVLEWPNKHGERK
MDTDDPKDIQWLYETALTRAKQYNIQGVTYSLTQGVVKNIIPAIAATNAIIAASCCNEAFKIATTSAKYLDNYMMYSGNE
GVYTYTFQHQKKEDCPVCGQSTTKLEFRGDKTLEEFMDYLKEKPDAQLKKPSFAIGGKPLYMQAPKQLEEALRPNLSKTL
AELFSSGDEITVTDSTLPFSMQVQVTFA*                                                   
>Mver_MVEG_10776                                                                
MPGREHHLETTIGKSLVSTIADAKVLMVGAGGIGCELLKNLVMSGFKNIEIIDLDTIDLSNLNRQFLFQKQHIKKSKAKV
ARESALAFNPNVNIHARHQNIKEQEFSVDWFKGFDLVMNALDNLDARRHVNKMCLSANVPLIESGTAGYLGQVTVIQKDN
TECFDCQPKETPKTFPVCTIRSTPSTPIHCIVWAKSYLFGLLFGDAEDDDDEVVTKTDDNDDETAKELVALAAESQALKT
ILATAGTEGFAKRIFEKVFFTDINRLRSMEDMWKIREPPKPLVFEDIITQESKNHEAHSASLKDQIVWSLPEAVKVFCES
LDKLSARLQNMRESDPEASLQFDKDDGETLDFVTAASNLRAHIYGIEEKSRFQVKAMAGNIIPAIATTNAIIAGMMVMLA
FKILNKALMECKTSYLVYGGHRPQLIVSEPLAKPNQECYVCRNSYIGLQIDTHKSTVQDLIDCLEENSLSDIEINENGRV
IYDPDFDDNASKTLASLELTDGKFLEVIDDDDRKIVVYLKHVDESNLEDKFVVEGDIAAALEFQDVRNKALKEIKNAREI
EEARQAKEKADVDMENDKKRKLDQVVDPNEPEGHPLKRLTLDADGVPSSAEAIEIDTPDNNREPASYVIELD*       
>Mver_MVEG_11333                                                                
MDIEKDNVIDEGLYSRQLYVLGHEAMKKMGTSNILIVGLKGLGIEIAKNVVLAGVKSVTLYDPAPVQLTDLSTQFFLTAD
DIGKPRDVVSRPRLAELNAYVPIRVLEGELTTDKLSQFKVVVMTDASLEKQLKINEYTHANGIHFISAETHGLFASSFND
FGKQFTVVDVTGEEALSGMVAEISTEKEAIVTCLDETRHGLEDGDHVTFVEVKGMDLNGCAPRKVKVLGPYTFSIGDTSD
LGNYVSGGLFQQVKMPKQIDFSSLKESLQKPEFLITDFGKFDRPAQLHIGFQALHTFVAKHGRQPRPRNEQDAKEVFAIA
TEINNISAEKAELDEKLIHELAYQAVGDLSPVIAVIGGTIAQEVLKACTGKFSPIQQWMYFDSLESLPTTVQLTEAACQP
IGSRYDNQIAVFGKEFQERIENYREFLVGAGAIGCEMLKNWAMMGLGTGPKGKIHVTDMDTIEKSNLNRQFLFRPSDVGK
LKSRSAADAIAKMNPATIGHVAAYEERVGAESEKIYGDEFFENLDGVTNALDNLDARKYMDRRCVYYRKSLLESGTLGTK
GNVQVVVPFVTESYSSSQDPPETSIPLCTLKNFPNAIEHTIQWARDAFEGFFKQPAENTNLYLSQSNYIEGLLKDRGNSA
ETLKTIEKYLVSNKPLSFEECITWARLQFEEQFNNNIQQLLFNFPKDSVTSTGTLFWSAPKRPPTPLEFDINDPSHMEFI
IAAANLHAFNYGLKGESNPEVFRHVLTSVVVPDFKPKSGVKIQVTENETLPSEESDQAELQKLINSLPQPSTLAGYRLHP
VEFEKDDDTNFHIDFITATSNLRASNYGITHADKHRTKFIAGRIIPAIATTTAMVTGLVCLELYKLIDGRTKIDDFKNGF
VNLALPFFGFSEPIAAEKFKYYDNEFTLWDRFDIGRDMTLREFIDYFKDEHKLEVVMISSGVSMLFTNFMPVKKREERLP
MKFSELVETVSKKPTPSHVKYLTVEVMCYTDDGEDCEVPYVRIKIA*                                 
>Pbla_Phybl2_184236                                                             
MTHSTVQDPDTPSMQLDNASPAEMDLDGDLENGLIRPLDSEELVLALEEARILVIGAGGLGCEILKNLALTGFKNLDVID
MDTIDVSNLNRQFLFRRKDIGKPKAIVAAEFVMQRVPGVQVTPYFGKIQDKDDDYYRQFQTVICGLDSIEARRWINAKLV
DMVDDEDPTSLKPLIDGGTEGFKGQARVILPTINSCYECSLDMFNKPTTFPICTIANTPRLPEHCIEWASVLEWPRVWGK
EVKYDTDNPEHITWLYQQAQTRAEKFNITGVTYSLTQGVVKNIIPAIASTNAVIAAACCNEVFKIATSTAPYLNNYMMYT
GNDGIYTYTFEHQKKPECPVCGNLTSSVTLDPNMRLDEMIDWLKDKPDAQMKKPSLRIEGLSLYMQAPPALEIATRPNLS
KTLSELLEEGDIITVTDASLPVSLQMKVNWK*                                                
>Pbla_Phybl2_29743                                                              
MSNMNIDSENTIDEGLYSRQLYVLGHEAMKKMSGAHVLIVGLKGLGVEIAKNVILAGVKSVTLHDDTPAQISDLSAQFYL
RPEDVGKPRAQISQKRLSELNQYVPVHVIEGALTEEILKKYKVVVVTESPLSQQLEIGEICHANNIHFISTEVRGLFGRI
FNDFGEKFEVLDATGEEPLTGMIAAVTKDEEGIVTCLDETRHGLEDGDYVTFREVQGMNELNDITPRKVKVLGPYTYSIG
NTSSFGDYKSGGIFTQVKLPVHVDFKSFKSSLSSPEFLISDFAKFDRPIQLHLGFQALYKFVDSIGRLPKPHNDADAAEV
YKLTVALAESHEDKPEIDEKLIKELAYQAAGEISPMVAIFGGLAAQEVLKAVSGKFNPIHQYMYMDALEALPTSVARTEE
LCAPIGSRYDGQIAVFGREFQEKLANTKEFLVGAGAIGCEMLKNWAMMGLGTGENGGLTITDMDTIEKSNLNRQFLFRPS
DVGSLKSGAAAAAVCKMNSDLEGKITIHQDRVGPETENIYDDDFFESLTGVTNALDNVEARKYMDRRCVYYRKPLLESGT
LGTKGNTQVILPFLTESYSSSQDPPEKSIPICTLKNFPNAIEHTIQWARDLFEGYFKQPADNVNLYLTQPNFVETTIKQG
GNQKEVIETVYNYLVADKPLSFADCVAWARLKFEEMYHNNILQLLFNFPTDSVTSTGQPFWSGPKRAPVPIEFDPNNQIH
MDFIINASNLHAYNYGLKGETDQNYFRRELENVIVPEFKPKQGVKIQVVENENIAQDDSDSLDDVINSLPVPSTVAGFRL
TPAEFEKDDDTNFHIDFITAASNLRAINYGIAPSDRHKTKFIAGKIIPAIATTTALVTGLVCIELYKIIDGKDDLEQYKN
GFVNLALPFFGFSEPIKMPTMEYNGKEFSLWDRFDITGDITLQDFIDYFQKEHNLEVTMVSSGVSMLYSFFMQKKKAEER
LGMKLSKLVETVSKKPIPSHVKSLIFEICANDPEGEDVEVPYVRVKIRP*                              



>Pbla_Phybl2_135242                                                             
MPRDSHLKKILGSSTYNTVASSNVLLIGAGGIGCEVLKNLVLMGFKNISVVDLDTIEISNLNRQFLFQKEHVGQPKAHVA
REAVLKFQPKANITSHHANIKDSQFGIEWFKQFSFVLNALDNLDARYYVNKMCLAAEIPLVESGTSGYKGQSYIIKKGVT
ECFSCSPKPTPTTYPVCTIRSTPNAPIHCIVWAKNFLFCQLFGDAELSDAIKEDASDDNGKYYLSELKREANDLKEIKNA
MGTEEYTRLVFTKVFTTDIQRLLDANISRGGRKPPCPLDYETLDKQAKDPKQTVENEDGQETLADRKVWSLPECFHVFKE
SANNLALQLIAQQANDPNAMLSFDKDDDVAMDFVTSASNLRAYVFDIEQKCLFDVKSMAGNIIPAIATTNAIIGGEVVMN
AYRILNNKIEKSKRNYVDTQVANGSAFMNEEISKPNPECDVCKSKNVPIQVSKESATLGDIIDSIILKPVEDGGVGFDEE
FLIMDGNKLIYDPDYDDNKNLLLKELGIQDSSILRVSPDEGQPLDLIVQFM*                            
>Mcir_Mucci2_26195                                                              
MSNMNVDSEQTIDEGLYSRQLYVLGHEAMKKMSVAHVLVVGLKGLGVEIAKNVVLAGVKSVTLWDPTPAEISDLSAQFYL
TEQDVGQPRAKVTQPKLAELNQYVPVHLLEGELTEEVLKKYKVVVITEMPLSKQLAISEICHANNIHFISTEVRGLFGRI
FNDFGSKFEVIDTTGEEPLHGMIANISKEEGIVTCLDEVRHGLEDGDYVTFKEIQGMTELNDITPRKVKVFGPYSFSIGD
TSSFGDYTNGGLFTQVKMPKYIDFKSFNESLTQPEFLVSDFAKFDRPMQLHLAFQALSGFVEKHGRYPKPRNEQDATEVF
EQTKALVASVDDKPEELDEKLIKEVAYQSLGELSPMVAVFGGLAAQEVLKSVSGKFSPIHQYMYFDALEALPTSVPLTEE
LCAPTGSRYDGQIAVFGKAFQEKIANTNEFLVGAGAIGCEMLKNWAMMGLGSGPKGHLTITDMDTIEKSNLNRQFLFRAG
DVGKLKSECASAAVSKMNPDLNGKITIHQDRVGPETENIYDDDFFEALDGVTNALDNVEARKYMDRRCVYYRKPLLESGT
LGTKGNTQVIIPFLTESYSSSQDPPEKSIPICTLKNFPNAIEHTIQWARDLFEGYFKQPADNVNLYLTQPNFIEATLKQG
GTSKDTIETVYNCLTTDKPASFADCVAWARFKFEDLFSNNIRQLLFNFPPDAVTSTGQRFWSGPKRAPTPLTFDVDNRAH
LDFIIDAANLHAFNYGLKEETSDEYFRKELANIIVPEFKPKEGVKIQVQENETVDNDSGNDSLDEVIANLPSPSSVGNFR
LHPAEFEKDDDSNHHIDFITAASNLRAMNYGITPADRYKTKFIAGKIIPAIATTTAMVTGLVCLELYKIIDGKKDLEQYK
NGFVNLALPFFGFSEPIAAPQIEYNGIKFTLWDRFDIDKDITLQEFIDYFQNEHKLEVTMVSSGVSMLYSFFMNKKKAAE
RLNMKLSQVVETVSKKPIPPHVKSLIFEICVNDADDEDVDVPYVRVKIRP*                             
>Mcir_Mucci2_153604                                                             
MATPTSTKSDVDMMDDVEELRDENGDVNDDDEAAAAAEELEKGIIGVLDSPKIVKALAECKVLVIGAGGLGCEILKNLAL
TGFKQLHVIDMDTIDLSNLNRQFLFRKKDIGKSKAIVAANFVMSRVPGVEVVPYFGKIQDKDDDYYRQFQLVICGLDSVE
ARRWINAKLVDMVDEDDMQSWKPLIDGGTEGFKGQARVILPTMSSCYECSLDMFNKPTTFPICTIANTPRLPEHCIEWAS
VLEWPKVWGDKKYDTDNPEHITWLYQQASERAKKFNITGVTYSLTQGVVKNIIPAIASTNAVIAASCCNEAFKLATGAAP
YLNNYMMYTGNDGVYTYTFEHQKKPDCTVCGSESSVAELNPEMTVEELIEWLTEKPDIQLKKPSLRTASKTIYMQAPKAL
EEATRPNLSKFISEFIEDGEFVTVTDVALPVSLQLRVIIRP*                                      
>Mcir_Mucci2_43444                                                              
MSSNRESYNIRVLGQELYNKVANSKILLVGAGGIGCELLKDLVMSGFKDIVVIDLDTIDISNLNRQFLFQRQHVKKAKAH
VAKESALKFNSAAKIESLQSNIKESQFNVQWFKQFTMVLNALDNLDARRHVNAMCLAADVPLVESGTQGYLGQAYVIKKF
ETECFDCQPKPTPTTYPVCTIRSTPSAPIHCIVWAKSFLFSQLFGNSEDEDAMEEDDSEENAQELAALSRETAELKQIKE
AVGSADYAKKVFDKVYNTDINRLLSMESMWANRAKPTPLDYDTLESESAAAETSAVGLPDQKVWTLKENFEMFKDSVVRL
ATRYVKERERQSDAILSFDKDDDDAMDFVTAASNLRAHVFNIPTKSLFDVKSMAGNIIPAIATTNAVIAGFVIMKAYGIL
RGDIKNNPRTYLTTGSRLVQEANAEPNPDCGVCRSRSATVKVDFDKTTLNDIIQKVILLSQEEGGAGMVEDEVAIMDGSR
MIYDIEFDDSVGLKLREVGLNPGSIIRVTQDDGGEDVDLILEAL*                                   
>Rory_618                                                                       
MQANIKDPQFNVQWFKQFTMVLNALDNLEARRHVNAMCLAADIPLVESGTQGYLGQAYVIKKDETECFDCQPKPTPTTYP
VCTIRSTPSAPIHCIVWSKSFLFSQLFGNSEDEDVLEADDSEENANELAALARETEELKNIKAAAGSPDYAKKVFDKVFN
VDIHRLLSMESMWNNRAKPTPLSYEALEESLKESAKNEQHEVLGLPDQKIWDLSENFLVFKDSVVKLANRLLEEKKNDQD
AILSFDKDDEDAMNFVTATSNLRAHIFAIPTKSLFDVKSMAGNIIPAIATTNAVIAGVAIMKALGVLRGNIKNNKRIYLT
SESRLVQEANSEPNPECGVCRSRIVTVSVNFQKATLNDLIQQVILPSSESGGAGMTEDEVAIMDGNRMIYDIEYDENKML
PLKEIQLKSGTILRVTQDDGDDVDIILEAIDSSDKILHLLNPVPARKPTLKRKHSEEEDDTAHKKTKISIQESDDNIVIL
EEEEEDLVLLD*                                                                    
>Rory_2492                                                                      
MNVDTEQAIDESLYSRQLYVLGHEAMKKMSAAHVLVVGLKGLGVEIAKNVVLAGVKSVTLYDPEPAQISDLSTQFYLAEQ
DIGKPRAQVTQPKLAELNQYVPVHLLENDLTEDVLKKYKVVVITDMPLSKQLQISDICHANNIHFISTEVRGLFGRIFND
FGPMFEVLDTNGEEPLQGMVASVSKEEEGIVTCLDEVRHGLEDGAYVTFKEIQGMEELNNISPRKIKVLGPYTFSIGDTS
SFGDYKSGGLFNEVKMPKQVDFKSFRESLAKPDFLISDFAKFDRPAQLHLAFQALYDFVEKHGRYPKPRNEEDANEVFEK
TKELAENSEDKPELDEKLIKELAYESQGELSPMVAVFGGMAAQEVLKAVSGKFSPIQQCMYFDALEALPVNSKLSEELCA
PTGSRYDGQIAVFGREFQEKIANTNEFLVGAGAIGCEMLKNWAMMGLGTGPKGHLTITDMDTIEKSNLNRQFLFRTGDVG
KLKSECASAAVCRMNPDLNSKISIHQERVGPDTENIYDDDFFEALDGVTNALDNIEARKYMDRRCVYYRKPLLESGTLGT
KGNTQVIIPFVTESYSSSQDPPEKSIPICTLKNFPNAIEHTIQWARDLFEGYFKQPADNVNLYLSQPNFVEVTLKQGGTS
KETLETVNNYLTVDKPESFDDCITWARLKFEELYSNNIRQLLFNFPPDAMTSSGQPFWSGPKRAPTPLVFDVNNPDHLSF
IIHAAHLHAFNYGLKGESDEAYIRKALDNVMVPEFKPKEGVKIQVQENETVDNSGGADSLDDLIANLPNASSFGTYRLTP
AEFEKDDDSNHHIDFITAASNLRAMNYAITPADRYRTKFIAGKIIPAIATTTAMVTGLVCLELYKVIDGKKELEQYKNGF
VNLALPFFGFSEPIAAPTLEYNGVKFSLWDRFDIEHDMTLQEFIDYFQNEHKLEITMVSSGVSMLYSFFMNKKKAAERLA
MRLSKVVESVSKKPIPPHVKSLIFEVCVNDVNDEDVDVPYVRVRIRP*                                
>Rory_15282                                                                     
MSEQDKKDDVYSLLIEEETGELKPKTEKDKDGKWNMKELQDFATATNGRPFEDSVIEEIIESFEVDKENNLLYSGFYQMY
YMQTVSEPEETLKDFKKQMTTRTPSDVDMLEASEFQEVENEEILNGIIEPLDTLKVKEALEACKILVIGAGGLGCEILKN



LALTGFKQIHIIDMDTIDLSNLNRQFLFRKRDIGKPKAIVAANFVMSRVPGVQVVPHFEKIQDKDDEYYKQFQLIICGLD
SVEARRWINAKVLEMMDEDDMENTWKPLIDGGTEGFKGQARIILPTVTSCYECSLDMLNKPTTYPICTIANTPRLPEHCI
EWASVLEWPRIWGTKKYDTDNPEDINWLYQHALERANEFNITGVTYSLTQGVVKNIIPAIASTNAVIAGDAGVYTYTFEH
QKKPECPVCGNESKTAEVDKEMIVNQLIEYLAERSDT*                                          
>Amac_AMAG_01059                                                                
MLGFGHIELVDLDTIDVTNLNRQFLFQRQHVSQSKAHRAAVHPNITIISHHGNIKDPQFDLAWLKSFDVVFNALDNLDAR
RHVNLMCIAGKVPLIDAGTAGYSGQSTIIQPGVTECYDCHPKPTPKTFPVCTIRSTPSAPIHCIVWAKNFMQLFGEDEDE
GDANQVNDTTNAKQVQELAREAQALRELKQSAGLPGFAERVFAKIYRHDIERLLAMESLWQMRQKPVPLDVDALIAAASG
LHDPLADETAHRRVMTLEETTKVFLQSTATLAKRYAASGPQSFDKDDDAAMAFVSAAANLRCHVYHIALKTFFEIKSMAG
NIVPIVATTNGVIAGLMVLHALQVFDGGVMVATTDPLTAPPAAQHLVSRPNQVLARDKLFPPVSSCAVCARAYVQVAVDA
ASTTLGDLLEAIADSFPYLPVDNVTVLEGARMLYDPDFDDNLGRTLADLNVPAHHALLLVDAYDQDDQLVQPLSVYIQKP
AGKGGKGVEILGDVPKLWTKPAPPKVQDAPMAGGDETDGEVVMAVDDDDEDIIMTESSAGNSTATASKPVEDADGAIVLD
*                                                                               
>Amac_AMAG_03098                                                                
MDVDMPEQNIDEGLYSRQIYAIGLDAMKKMALSNVLIIGMKGLGVEIAKNVVLAGVKSVTIHDPEPVEIADLSSQFFLTE
KDLGKPRDQVTCPKLAELNQYVPVTVLEGALDLPRLDDFQVVVASSLPMHRCIELNDYTHARGIKFIAADTRGLAALAFC
DFGDEFECVDTTGEAPLSGMIAAVSNDAEGVVTCLDETRHGLEDGDYVTFAEVVGMDVLNGCEPRKVKVLGPYTFTIGDT
TSLGTYVRGGIFTQVKMPQTLKFKPLSASIADPEFLMSDFAKFDVPPQLHAAFMALSTFLTKKGRAPAPRNDQEADTIVQ
LAKEFAATMKDPVEINEKLIKQFAYQAAGDLSPMAAVIGGMVAQEVLKACSGKFHPIKQYLYFDSFESLPTGYALTEAAC
APRGTRYDGQIAVFGAEYQQRMHDTREFVVGAGAIGCEMLKNYALMGLGTSDNGHIFVTDMDSIEKSNLNRQFLFRPWDV
SKLKSETAARAVKNMNPAVQITTFTDRVGVETESVFNDEFWMALDGVTNALDNVDARRYVDGRCVFYRKPLLESGTLGTK
GNTQVILPNVTESYSSSQDPPEKSIPICTLKNFPNQIEHTIQWARDSFEGLFRQPAENVNLYLSTPNFVDTALRGNTARE
TLLSIKEYLVDARPTSFDECVAWARHKFEELFVNNIKQLLHNFPKDSVTSTGQLFWSGPKRAPDALVFDATNDLHLDFVV
YAAKLHAFNYGLKGQDDREYYRKVLKTIHVPAFVPRDGVKIQVQENEQPNNDSATADQDELDTLVAALPKPAELAGFRLT
PVDFEKDDDSNHHIDFIAACSNLRASNYNIAIADRHKTKFIAGKIIPAIATTTALVTGLVCLELYKLLDAQPKPLDQFKN
GFVNLALPFFGFSEPIAAPKMKYNNVEFTLWDRFEVGNMTLRELLKHFETQHQLEITMMSCGVSMLYSFFMPKKKVEERL
NMSLSQLVETVAKKPVPPHAKTLVLEVCCNDVEGEDVEVPSIIVKL*                                 
>Amac_AMAG_05233                                                                
MDRHAPSRALLGTQLFAQVENTRVLMVGAGGIGCELLKNLAMLGFGHIELVDLDTIDVTNLNRQFLFQRQHVSQSKAHVA
RESALRFNRNITIISHHGNIKDPQFDLAWFKSFNLVFNALDNLDARRHVNLMCVAGKVPLIDAGTAGYSGQSTIIQPGVT
ECYDCHPKPTPKTFPVCTIRSTPSAPIHCIVWAKNFMFPQLFGEDEDEGDANLVNDTTNGPLIPSSRQLDFSRLIRSRCS
IAKQVQELVREAQALRELKRSAGLPGFAERVFVKIYRHDIERLLSMEGLWQMRQKPVPLDVEALVAAANELRDPLADETA
HCRVRTIEETTKVFLQSTAALAKRYAASGPQSFDKDDDAAMAFVSAAANLRCHVYHIALKSFFEIKSMAGNIVPIVATTN
GVVAGLMVLHALQVLEGRVLETTTDLLTAPPAAQHLVSRPNQVLARDKLFPPVSSCAVCARAYVQVAVDTASTTLGDLLE
AIVDAFSVLPVDNVTVLEGARMLYDPDFDDNLGRTLADLNVPSHHAFLLVDAYDQDDQLVQPLSVYIQKSGKKGVEILGN
VPQLWTKPAPPKVQDAPIAGGDELDDEVVMAVDDDDEDIIMTESSAAGNAPTLALN*                       
>Amac_AMAG_06007                                                                
MKFRLFRSSSGGDKGSRSRGLLDLFGIGRRSSAGAPAAAASRAVATGEQAPAAGDGDAEPTIDEGLYSRQIYALGLDAMK
KMATSNVLVIGMKGLGVEIAKNVILAGVKSVTIYDPEFAQIADLSSQFFLTEDDIGKPRDATTHPKLAELNAYVPVSVLP
APFTIDAATLSRFQVIVCTSGVLPWSQQRALNTYTRTHGAKYIAADTRGLAGMVFCDFGDDWECLDVNGEQPVTGMIAAI
DEEGVVTCLDESRHGLEDGDKVTFTEVVGMEALNGAPARAVKVLGPYSFSIGDVAELGTYVRGGTFTQVKVPQTLHFASL
DEAVKKPEFLVADYAKFDAPPSLHAGFIAIAQYVENHGRAPRPRNAEDADAVVALALDVAKTLDPPVEINDDLCLYLDAF
EAMPTDHASLTESSCAPRGTRYDGLRAVVGSAFVDKLRNARELVVGSGAIGCELLKNLALSGIGTGANGHITVTDMDSIE
KSNLNRQFLFRPWDVTKLKAVTAAAAVQRMNPDLVGHMTAATDRVGPETEAQFNDEFWNSIDGVINALDNVAARRYMDSR
CVFYEKPLLESGTLGTKGNTQVVLPHLTESYSSSQDPPEKSIPMCTLKNFPNQIEHTIQWARDVFEGLFRTTAENVNAFL
DDKDQFVETALKTTANAKETLVSVETALTTDRPASFDDCLVWARHRFELQFVQPVLQLLHNFPVDAVTSTGQPFWSGPKR
APKPLKFDAADPLHLEYIVHAAYLHAFNYGIDAPKTADVAAWRALVAGVEVPEFVPQDGVKIAVDDSDDAGGNFEATELT
SVVEHLPDPAKIGAFRMTPADFEKDDDSNHHIDFITACSNLRAANYAIAPADRHKTKWIAGKIIPAIATTTAVVAGLVTL
ELYKVLDGAHPLEDFKNGFVNLALPFLGFSEPVAAPTMRYGETKFTLWDRFNVPGTMTLQELMDEFESKHGLEITMASSG
VAMLYSFFMAPDKAGPRRQMPLRELVEVGTRKPIPEHAKTVVIEVTCSDADGEDVDVPPVVLHV*               
>Amac_AMAG_07113                                                                
MLPDSAAPADAMVVDAPHPPAEATPTTDDATATLPVPEGIHAHMDRFLDRAGPFTDESMFEPGEGIKEFLRDDCKVLVIG
AGGLGCELLKALALSGFSDIHVIDMDTIDLSNLNRQFLFRQKDIGRPKAIVAAEFINARIPHVKVTPHFCKIQDKDTDFY
SDFNIVITGLDSIEARRWMNATLVNMYDEDDPSTLKPLIDGGTEGFKGQARVILPRISACYECSLDMITKQTAFPICTIA
HTPRLPEHCVAWASLLQWPKEFGEDHRLDGDNPDHITWVYDQALARAQQYGIRGVTYSLAQGVVKNIIPAIASTNAVVAA
ACVLEAVKLATNCQPVLNNYMMYTGDAGVYTYTFELERKPDCPVCGSGKTTVTVGRDTTVGEVIELLQERVDLQLKRPSL
RTASKTLYMQNPKSLEQATRPNLAKPLREFVDDGETMTVTDASLPLSLRATVHYK*                        
>Amac_AMAG_08019                                                                
MLPDSAAPADAMVVDAPHPPAEATPTTDDATATLPVPKGIHAHMDRFLDRAGPFTDESMFEPGEGIKEFLRDDCKVLVIG
AGGLGCELLKALALSGFSDIHVIDMDTIDLSNLNRQFLFRQKDIGRPKAIVAAKFINARIPHVKVTPHFCKIQDKDTDFY
SEFNIVITGLDSIEARRWMNATLVNMYDEDDPSTLKPLIDGGTEGFKGQARVILPRISACYECSLDMITKQTAFPICTIA
HTPRLPEHCVAWASLLQWPKEFGEDHRLDGDNPDHITWVYDQALARAQQYGIRGVTYSLAQGVVKNIIPAIASTNAVVAA



ACVLEAVKLATNCQPVLNNYMMYTGDAGVYTYTFELERKPDCPVCGSGKTTVTVGKDATVGEVIELLQERVDLQLKRPSL
RTASKTLYMQNPKSLEQATRPNLAKPLREFVDDGETMTVTDASLPLSLRATVHYE*                        
>Amac_AMAG_09374                                                                
MKFRLFRSASGGDKAPRSRGLLDLFGIGRRTSAGAAASSRAAPATGEQAAAAGGGDAEPTIDEGLYSRQIYALGLDAMKK
MATSNVLVIGMKGLGVEIAKNVILAGVKSVTIYDPEPVQIADLSSQFFLTEDDLGKPRDATTHPKLAELNAYVPVSVLPA
PLAIDTATLARYQVIVCTSGVLPWSQLRALNSYTRTHGAKYIAADTRGLAGMVFCDFGDDWECLDVNGEQPVTGMVAAID
EEGVVTCLDESRHGLEDGDMVTFTEVVGMEALNGAPARSVKVLGPYSFSIGDVAELGTYVRGGTFTQVKVPQTLHFASLD
EAVKKPEFLVADYAKFDAPPSLHAGFVAIAQFIEKHGRAPRPRNAEDAGAVVALAHDVAKTMDPPVIINDDLVRDLAMQA
AGDMNPMAAVLGGIVAQEVLKACSGKFHPIQQWLYLDAFEAMPTDHASLTETSCAPQGSRYDGLRAVVGSAFVDKLRNAR
ELVVGSGAIGCELLKNLALSGVGTGANGHITVTDMDSIEKSNLNRQFLFRPWDVTKLKAVTAAAAVQRMNPDLVGHMTAA
TDRVGPETEAQFNDEFWASIDGVINALDNVAARRYMDSRCVFYEKPLLESGTLGTKGNTQVVLPHLTESYSSSQDPPEKS
IPMCTLKNFPNQIEHTIQWARDVFEGLFRTTAENVNAFLDDKDQFVETALKTTANAKETLVSVETALTADRPASFNDCLV
WARHRFELQFVQPVLQLLHNFPVDAVTSTGQPFWSGPKRAPKPLTFDAADPLHMEYIVHAAYLHAFNYGIDAPKTADVAA
WRTLVANVEVPEFVPQDGVKIAVDDSDDAGGNVEATELMSVAEHLPDPAKIGAFRMTPADFEKDDDSNHHIDFITACSNL
RAANYAIAPADRHKTKWIAGKIIPAIATTTAVVAGLVTLELYKVLDGAHPLEDFKNGFVNLALPFLGFSEPVAAPTMQYG
ETKFTLWDRFNVPGTMTLQELMDEFESKHGLEITMASSGVAMLYSFFMAPDKAGPRRQMPLRELVEVGTRKPIPEHAKTV
VIEVTCSDTDGEDVDVPPVVVHV*                                                        
>Amac_AMAG_10369                                                                
MDVDVPEQNIDEGLYSRQIYAIGLDAMKKMALSNVLIIGMKGLGVEIAKNVVLAGVKSVTIHDPEPVELADLSSQVQKDL
GKPRDQVTCPKLAELNHLPMHRCIELNDYTHARGIKFIAADTRGLAALAFCDFGDEFECVDTTGEAPLSGMIAAVSNDAE
GVVTCLDETRHGLEDGDYVTFAEVVGMDVLNGCEPRKVKVLGPYTFTIGDTTALGTYVRGGIFTQVKMPQTLKFKPLSKS
IADPEFLMSDFAKFDVPPQLHAAFMALSTFLAKKGRAPAPRNDQEADMLVHLAKEFAATMKDPAAGDLSPMAAVIGGMVA
QESAQGVFGQVPPRSSSGVCARGSRYDGQIAVFGAEYQQRLHDTREFVVGAGAIGCEMLKNYSLMGLGTSGKGHIFVTDM
DSIEKSNLNRQFLFRPWDVSKLKSETAARAVKNMNPAVQITTFTDRVGVETESVFNDEFWMALDGVTNALDNVDARRYVD
GRCVFYRKPLLESGTLGTKGNTQVILPNVTESYSSSQDPPEKSIPICTLKNFPNQIEHTIQWARDSFEGLFRQPAENVNL
YLSTPNFVDTALRGNTARETLLSIKEYLVDARPTSFEECVAWARHKFEELFVNNIKQLLHNFPKDSVTSTGQLFWSGPKR
APDALVFDATNDLHLDFVVYAAKLHAFNYGLKGADDREYYRKVLKTIHVPTFVPRDGVKIQVQENEQPNNNDSVTADQDE
LDALVAALPKPAELAGFRLTPVDFEKDDDSNHHIDFIAACSNLRASNYNIAIADRHKTKFIAGKIIPAIATTTALVTGLV
CLELYKLLDAQPKPLDQYKNGFVNLALPFFGFSEPIAAPKMKYNNVEFTLWDRFEVGNMTLRELLKHFETQHQLEITMMS
CGVSMLYSFFMPKKKVEERLNMSLRQLVETVAKKPVPPHAKTLVLEVCCNDAEGEDVEVPSIIVKL*             
>Bden_Batde5_19117                                                              
MNPIDMDTTTTRPQLDEGLYSRQLYVLGRDAMEKMSLSNVLIIGLKGLGIEIAKNVVLAGVKSVTLHDSAPVQLSDLSSQ
FFLHDSDVGQPRDKVSCPRLAELNAYVPITVHQGALDEAALRQFQVVVLTESSLETQLAINTITHKHGIKFISANVYGLF
AATFNDFGDHFVVVDQTGEEPLTGMIASVGKDSEGVVASLEEQRHGLADGDYVTFTEVQGMTELNGIEPRQVTTTGPYTF
KIGNTSTFGTYKSGGIFKQVKMPKTISFKSLAESLKTPEFLISDFAKFDRPAQLHVGFQALDAFRIKHKQLPRPRSSADA
AELMELAKVINKATANPCELDEKLIHELSFQACGDLPPMCAVMGGLIAQEVLKACSGKFTPIYQFLYFDSLESLPTNIST
LSESEFAPKGTRYDNQIAVYGAEFHAKIANSRQFLVGAGAIGCEMLKNWALMGLGTGAEGSIHVTDMDTIEKSNLNRQFL
FRPWDVSKLKSTCAATAVEAMNPHTKGKIVSLADRVGADTEHVFNDVFWERLTGVTNALDNVDARKYVDRRCVFFSKPLL
ESGTLGTKGNTQVVIPHLTESYSSSQDPPEKSIPICTLKNFPNAIEHTIQWARDMFEGMFRTPADNVNLYLSQPNYIDNL
HRQGGNHVDTLQSILAFLVTARPLSFDECIVWARMKFEEHFNNTIQQLLYNFPKDSVTSTGMPFWSGPKRAPTAVVFDLN
DPLHFNFVLAAANLHAFNYGLKGETDIKVFQKVLTTIIVPEFVPKSGVKIAVSEAEAAQQSAGSADTDLDKIVKELPAAS
TFAGVRLKPVEFEKDDDTNFHIDFITAASNLRASNYAIEHADRSKTKFIAGRIIPAIATTTSLVTGLICLELYKVIDGKR
KMDDFKNGFVNLALPFFGFSEPIAAPIFKYNDVNWTLWDRFDIKGDVTLQQLFDIFKNEHGLEITMLSCGARMLYSFFMP
PKKVQERLASTITKVIEEVTKKPFPTHTKSLVLEACVNDKTGEDADIPYIRVVLE                         
>Bden_Batde5_19393                                                              
MDSQDWPERWKGIYTYLERPLDSNANVSDIQVKKFLHSCKILVIGAGGLGCELLKNLALSGFKDIHVIDMDTIDVSNLNR
QFLFRQKDVGQPKATTAAKVIMDRIPGVQVTPYFGKIQDKDEQYYSQFNIIVCGLDSVEARRWMNATIVGMFDEDDPTTL
KPIIDGGTEGFKGQSRVILPRISACYECSLDMQTKPVTFPMCTISNTPRLPEHCIEYASTVAWPKQFPDTKVDGDDPTHI
QWLLNTALERGREFNITGITYTLTQGVVKNIIPAIASTNAIVAASCANEAFKIATNCAAYMNNYMMYVGDHGVYAYTFEL
QRKEDCPVCGSAQLKLTISGDKTLDDLIEVLLDTQEIQLKAPSLRTNSKSLFMQAPKMLREATLHNLKKPIKDLVASGEA
ITVTDAHLPISMELTLEFK                                                             
>Bden_Batde5_1352                                                               
ARVLMVGAGGIGCELLKNLVLAGFGNIEVVDLDTIDLSNLNRQFLFRNQHIKKSKANVARETALQFNPSANIKAYHASIY
ESHFDMAWFKSFDLVMNALDNIAARRHVNLMCMAANVPLIESGTAGYHGQVSLHKYLISSCYDCSPKPTERKVYPVCTIR
STPSEPIHCIVWAKNFLYNILFSSTLEEDNEIDNSESSENAKNIKELKVEANALHTLRETMGHADYGRNVFEKIFQMDIQ
RLLDMEDLWKTHKKPTILDFNSLLASSDSLFIADPNSLVFDQTAWDLTQNFQIFLSSLDLLSKRLLNSLSSDPSASLRFD
KDDELSLNFVTSAANLRAICFHIATKSRFDVKRNLDTIEMAGNIIPAIATTNAIVAGMIVMLAFKILSGQLKTCKNTFVQ
YGGERSHLLANEPTVSPNPECAVCTVGYFTLRINTHTTSLKDVIDKVVVSGEFGEGEITIQNDIGLLYDVEFDDNIDTTL
EALGVTAQTKLCITNDDDDDLKNVAVTL                                                    
>Spun_SPPG_01783                                                                
MAGRYQHSKTTIGVDLFQKVSEARVLMVGAGGIGCELLKNLVMSGFSYVEVVDLDTIDMSNLNRQFLFQRHHIGKAKASV
ARESALHFNPDAKIVAHHASIYEPQFDISWFKSFDIVLNALDNLAARRHVNGMCLAAGVPLIESGTEGFRGQVTLHMKRL



TRCYDCDAKPTKKTYPVCTIRSTPSAPIHCIVWAKSYLFNQLFGNTEEEEPTINLEETSQNAEEMAHLRHENEALKRLRD
AIGSDAYGKLVFEKVFTDDIKGLLLMEELWKNRRPPTPLNFEEIAGNRKSTKPMRDSVEWNQWDHKVWTLEENAEVFLES
VPELAKRLLEQRRTDPNYSLSFDKDDDDALNFVTATANLRAYIYGLEQKSRFAVKEMAGNIIPAVATTNAIIAGLIVLTA
MKVLGGNWSDCKNVRTIDPFLSCIRILNSLYQTWVASTINPERLDKPNSNCAVCTTGSFILTINTRTATLRDLVERVIQQ
HPEGEDESQGLGISGEITVQEGDRLLYDPDFEDNMDVTLKDLGILHASRVMITNDDDDEETKNVTVVLHIVHSDSLGESE
TLFILDGDRDIPPRPRKPEPETNETKRSANDLTEINGESSLTKRRKMDPEVTAVDDDVVVVGD*                
>Spun_SPPG_04797                                                                
MATAMDITSIDATTIDESLYSRQLYVLGHDAMKKMSTSNVLIIGLKGLGVEIAKNVILAGVKSVTLYDPNPVQIADLASQ
FFLYNEDVGKPRAQVSSPRLAELNTYVPVSVLEGDLTEEALSNYQVVVCTNMPLEKQLFINEITHKRGAAFIAADVRGLF
GYAFNDFGDEFAVVDQTGEEPVHGMIAAVSKDKEGVVACLEETRHGLEDGDWVTFTEVVGMPELNGISPREVKVTGPYTF
SIGDTSNFGQYKSGGVFTQVKKPKKLHFDSLKDSLAKPEFLISDFAKFDRPAQLHIGFQALDAFAAKHNGELPRPRNEQD
ALEVLAIAKSINEKAMEPTELKDDLIKELAYQARGDLAPMTAVIGGLVAQEVLKACSGKFHPIHQYMYFDSLESMPQSVT
LSEEACKPRGTRYDGQIAVFGIDFQNTIANAREFVVGAGAIGCEMLKNWSMMGLGTGPKGQVFVTDMDTIEKSNLNRQFL
FRPWDVSKLKSETAAAAVERMNPDVSGKIKAFQERVGPETESLFDDGFWESLTGVTNALDNVEARKYVDRRCVYFRKPLL
ESGTLGTKGNTQVVIPFLTESYSSSQDPPEKSIPICTLKNFPNAIEHTIQWARDMFEGLFRQPAENVNMYLSQNNYIETT
LSQGGNQKENIESIYNFLVAQKPTLFEECIAWARLKFEELYTNTIKQLLFNFPKDAVTSSGTPFWSGPKRAPDPVIFDPE
NPLHMDFVVTAANLHAFNYGIKGRVDQEYFKEVLKSVNVPEFVPRSGVKIQVQENEAVQTQNTDRSELDELIKALPPPSN
LAGLRLKPVEFEKDDDTNFHIDFITAASNLRATNYGITLADRHKTKFIAGKIIPAIATTTALVTGLVCLELYKVLDDKKK
LDDYKNGFINLALPFFGFSEPIAAPKLKYYDSEFSLWDRFDVEGDITLQELINWFQQKHELEVTMLSCGASMLHASFMPK
KERLSMPISKLVETVSKKPIAPHVKALILEVCVNDREGEDVEVPYVRVVIRP*                           
>Spun_SPPG_04990                                                                
MSENMPVQSNGGVADLEGRWRDIYTYLERPGPLANDGFEPGDQVKEFLHTLKILVIGAGGLGCELLKDLALMGFTDIHVI
DMDTIDISNLNRQFLFRASDVGKPKAEVAANFVMKRVPGVKITPYFGKIQDKDEEYYNQFTIIICGLDSVEARRWINATV
ITMFDEEDPETFKPIIDGGTEGFKGQSRIILPRMSACYECSLDMQTKPTTYPMCTIANTPRLPEHCIEWASVLEWAKEFP
DKKLDGDDPEHIKWLLDKASARAKEFNITGVTYTLTQGVVKNIIPAIASTNAIVAASCANEAFKIATNCATAMNNYMMYV
GDQGVYTYTFELQKKEDCPVCGGKAIKVEINPAHTLEDLMDLLMDRKDIQLKKPSLRTGTKSLYMRAPRMLEEATRPNLG
KQIRELMEDGEEVTVTDETLPISIQMTVRFTE*                                               
>Ecun_NP_597602                                                                 
MKNNADVDIDESLYSRQLYVVGKEAMKKMMGSKVLVMGLDGLGQEVVKNVCLAGISKVALFDDRAVSEEDLCSGFYLRKE
DIGKPRDASVVGRFRSMNEYVDVDVVSDVNSFEGYDIVVACNESYGEQIRLNEMARKDGCMFIGCQVRGLFSQVFCDFGA
EFVCVDRTGEIPASGMINDISEDGVMTVVDGQRHNLEDYDIIKITQCDEYEGKYFRVKAVSPTQVMLQSIDGVRMFEEEM
EFKAEKFKPVYGGDFEQQKKPIMISFKPLGRTIDEPGILGFNHEVEERSLVIHKCFVALGEYMEQSGQELSGEGFLSFFV
KKYKSHFEFEALIRSFGKQCGGMLMPMCSVIGGFVAQEVLKGVGSKFTPLHQFFYFDAVDVIPNDPEDDGRDYGRYGPMV
RCLGKRCVERLFGLHVFMVGAGAIGCEHLKNMVMCGIGSNGRISVTDMDAIEQSNLNRQFLFRSGDVSSMKAEIAVREAM
LLNEDFLKVPRRADSEEPERGVSEMTNGISCIGSAQPNLIYYNLKAGKETETVFSDRFFQSVDVVATALDNVDARVYVDG
RCVVNRKFMVDAGTSGTKGNVQVVVPFHTESYGSSQDPPEKSIPLCTIKNFPYAIEHTIEWARSEFEFKFHDEILLIKEY
LSREKEGTSEEEREEEPSNEAMEDVVDKIPTNGKECIRNGILLFVKLFHTSIKNLITAFPPDSKTKEGQPFWMPPKRPPM
TVSFDVNNDLHILFVQSAANIFSLNFGIKQQISKEMVVEFVKNEILVEELSSAADNTCVEESPRPCIDPSAIVPCIFEKD
DDTNFHVDFLYAAANLRAINYKIKQADRLTVKGIAGRIIPAIATTTAVVSGLAVLEMIKYALGVDYTKHKNSFLNLALPF
FASTDPVEPVKHSYKIENKKYTFTLWNRLEYKDSKLGTILKAFEIQFKRKISMVTAGNSLIYWDFDSKYADNLEKTVGEL
VNRRPDEMFVVLDVITDDDEGEFPRIVVVFE                                                 
>Ecun_NP_584659                                                                 
MTDGRILVVGCGGIGCELLKLLAREKLESITLVDSDTVDLSNLNRQFFFNRDDIGKSKATVAAGIFKKLNERCDVFPICA
DITEFDARFFAGYRTVYSCLDNIEARSYVNQRCFISRTPLVDGGCGGFKGQAYYFDYNSECFDCIPKKVSREHLVCTIRS
RPTNFEHCIAWAKHVFLGMRFRVDGDCQDFYQRHLKAIVENCEDMSTPSDLEKFRSCKDYKERTEKIVEILKNLDFGPFD
KDNRNTLEYIYNVAYIRGRCAGVEPTSFEEAITIAGNIVPSLSTINSIVASLMILSARNKCNYYSVDNGNVISRLETCAK
DPGCPTCSHHWYGILYDGALSFRKLIQHFHNQSLDLVAYSDKKLFLTPDMVEWLDRDIELENNTIGEAICRFGSKKIKVG
LYFLRGEGVFYFGRIYTARLKESLSWASR                                                   
>Npar_EIJ88958                                                                  
MKETHAETSPGDKIFSPKVDESLYSRQIYVMGNEAMKRMLSSHVLVLGLCNAGLEIVKNISLAGIKTISIYDPVALKAEH
LSTLFYCTESDIGDRIDKSAEYKLKELNTHVKIEVLESVPEDIRVYSAVVVNDKSVPDQVRINDQCRVHNIPFISVQCRG
LFFQVFCDFGDGFITSDTNGEAPYTGTIKCVTPTGMVSLVEEERHSLEDGDEIEIKSVSARYTVTDTKAFTFSLCGYSGE
DLSGMSFDQIKKKKVISCKSLKDSVAHPVIQTEGREASVLHKCFMYEHVSQGMDAYLQAHPTEIEDIPVVEEYFRAPAIT
IAPIASVAGGIAAHEVLKACSGKFTPIHQFMYFHAMELLNALRTPNTPGSDKGRSPPREGPSHGEDRTSTGAQDNKSVNP
SSGSAGDSPSVRYTPLEQIFGEEALYKIQSAGVFIVGAGAIGCEHIKNISMLGMGRLGTRVITDMDAIEKSNLNRQFLFR
AHDISAMKSVVAAREGDALNPGAPQNIQAYTTRVGKEAEHLFNDEFFGRIDLVLNALDNVDARLYMDNRAVYHRVPVIDA
GTLGSKGHTQTIIPYITEHYGNSNDPQEKSIPLCTIRNFPYLPCALRRMGPC                            
>Npar_EIJ88281                                                                  
MTNSILLIGAGGIGSEVVNLLIKHYKGDLCIVDNDKIELSNLNRQYFYNNSDINKYKAEVLSDRISKYTKNIKISYYIDD
IKYKKFNVDFFKNFQLIISCVDNIPTRKHISMMGILSNTVIIESGSSGYDGEVYVIHNKHTECYECRNITEVKTYPICTL
RQIPKEWHNCVHWAKYDIIDRLENNEHSVISDDNSIENNEHSVISDSTSDVIEYSTHSVISDSTSDEIEHNEHSVISDDG
SIEYSTHSVISDSTSDGIECIEDNNNSVISDSDSIEYITNDVISDINRLNITNSVISNTYDTISDNIKHIDHSVISNTYD



TISDNTVSINTINTIHKLFNININTLCNISYNNSIKLVHLLSKYKALQYNITVPDINMTKTILDNTIPSIITTNSIIANI
IILMIQCVRNNIYDNVYYINNNIRRIKGIKYNDNCSICSAHKHIISIKYNYTLYNILCVVSISITNSTVILKDNYLLYDK
EYKNNLNIQISSLNIDKGSIIKVSSKNRRSIIYINNIV                                          
>Ttra_AMSG_01266                                                                
MSAAAASASNAGASNAGGNVEIDEDLQSRQLAVYGREAMMRLAKSKVLITGMDGLGAEIAKNVILANVGSVTLHDTAEVA
IADLGAHFYLKEEDVGKNRAEACLGELQELNPSVMTVASQRDLEPKFLAEFQIVVCVSTPLAEACRINEYCRSARPPIAF
VYTSAYGLAGAAFSDFGPDFPVFDWSGEAKKSAIVAKISQANPAVVTCVFDKNDPHSRHDLAEGEVVEFAEVKGMTELNG
NAYTVKEVINPWMFSIEVDTTGFGEYFDGGLVTEKRMPRFIPFRSLRETLHSPGEFLVSDWGKWGRPALLHLALQALDAY
RTEHGGAYPAPGDAAAGDAVVAAATELNAAKLADLDAEAARLEAQSKALGAALDAMDAAALGLDVEGSPEAAAGLSAART
EVEAQLKAVRDRQGAMGWERIDEVDEATLRSVASGSSAVLNAMAAFLGGLVGQEVVKAGTSKYMPLNQWYHFDALESLPA
EAVDPASLAPRGSRYDAMTAVYGAELVEKIRNLKYFLVGSGALGCEYLKNFALTGVGTGPDGEVIVTDDDVIERSNLSRQ
FLFRNWHVKKSKSLSASEAAMAMNPEFKVKALQERVSPDTENIFNDAFWSSLSGVCNALDNIKARLYVDERCVFYGKSLL
ESGTLGPKCNTQVVVPHLTENYGASRDPPEREAPQCTIHNFPHTIEHCLVWAKSEFTGLFETSPAEAQKVLDLGSVDAYV
ETMQASGAGIGDILNNLRGDETWGGGVTDMLNDVPASYDDCVKWARHKWQIYASNMIRLLIHVFPEDMLTSEGGRFWTAP
KRFPTPLEFDLADDMTFQFLRAASLLRASTFGINKPASVTRETIAAALASYSEPAFDPAALGDVKIESDPNAEAGAAEGT
DDDISTVVAAIAPIPEVKAKTTTLYPEVFEKDDDTNHHIAFIQALGCLRARAYAIAEVDMLKAKLLAGNIIPAIATATAM
AAGCCMFELVKLAQGLPVDAYRNSFFNLGVMAFSAADPMPPAKITSRQETIKPDPENYPDYEEERDIIAFPDPHTAWDAV
VIDIGAAGTVADVLAYFDSHNLSVMSIAVNGGLIYRAGASGDAVKGNVFVDHVAEKVGADASRGFVVIEPLCEGADMQEI
EFPPLVLVKVSDGYALSRTATTSMGKPVDA*                                                 
>Ttra_AMSG_01869                                                                
MLDYSALAATLGEELLQKIRSTRVLMVGTGGIGCELLKNLVAAGFANIECIDFDAIDVSNLNRQFLFRKAHVGRPKSEVA
RESALRFNPDANIVAHCGSIFDAQFGTAYFSSFGLVFNALDNLPARRHVNRLCLSTNTPLIESGTAGYLGQVTVIRKDAT
ECFECQPKPTPKTYPVCTIRTTPSAPIHCIVWAKYMFAKVFGAVDDDDVDDDGSGSDEGGEGGDEEKVAMLQAMAQTRKS
GAQLRAMDAPQLFDYLFSEQIASLLAMDVLWKTRTPPQIISWAEATGAGDKEACEAGPSAAGGLRSQKVWSVAEAAQAFA
ASHAALVAQYAAAGERPLLSFDKDAADCMRFVTALANLRARCFSIAPSSEFDAKAMAGNIIPAIATTNAIAAGLMVVEAV
KLLREAADECRTSFIMQYPTRGRKARYLNAGPVAPPNPQCFVCQAQFVTLAINTVATPLSFFVDAVLRGHFALQEPSIEV
GSAVVYESGEGAEDMDDQLPKMLDAVRITDSAHVSVTDYLQDCEFTFVIAHDPGLAPGADESDGRFRILRADHAKRKRED
DQAGEAKRAKPNEEPTQS*                                                             
>Ttra_AMSG_01916                                                                
MYVLGKEAMTRMATSSILLSGVSGLGAEIAKNIVLTGVKSFTLHDTADVTHVDLATQFFATEGDIGANRAEVTAPRLAEL
NPSVAVTADTSLDLAAGDLSGLAQYNCVILVDAPLAVQTRVSAACHDAGVVFIATELRGIASWVFVDAGEAFEVTDRDGE
PCASVMISDISSAEAGVVTALENRHGLQDGQTVVFSEVRGMEALNGTRHVVTVRDAKTFTIGDTRELGTYESGGIANEVK
IPVTVSSLPLGDALAAEHPAVSPADYGKLDRLGSFVVGLRALHAFAAAHDGAMPQVWHAGDADELVATARELAGDDAELD
VDYLRALAYTARGALSPLSEFMGGFVAQEGLKALSHKFTPLNQFLFMDATEVVPPLDAEPARFAPADDRYDGLRICVGNE
LVEKLGESRLFMVGAGAIGCEMLKNFALLGVGRSGEGAVIVTDNDVIETSNLSRQFLFRAKDVTRPKSEVAAEAAQAINP
AMRVEARLDRVGKESEGTYTDEFISSLSACVNALDNVEARLYMDSRAVNNARPLLESGTLGTKGHVQVVVPFLTESYASA
RDPPEKDVPFCTIKSFPYKIDHTIQFARDKFAQLFYNWPGEVNKFFAYADGPLEEQLAEPEAIAHVLAMIDEAPTTWAEC
VAKGRLLFQQFFHDSIAQLIHSFPPELKLKDGTPFWSLPKRLPTPVVWDPSEEMHVKFVAHAARLWANVWGIPGAGHTDL
AAVAVVADAVDVPAFVPKDNVKIETDEKAAKPVNDDEAPVDEGQLAQVVERVRAKLADGVTLQLSVEEFEKDDESNSHID
FIQSMANLRARAYAIDEIDVLEARRIAGKIIPAISTTTAAVSGLATLELLKVLMGAELEAYRNTFLNLAIPMVALSEPGA
APKITFTGDVTFTLWDRWIVSAADAPTVNDFIAHFKDNYGATVTGIFVGAKALYMAAMPTHKKRLKKKLKALAKLPGAAE
LDLIVSFVDDAGNELEGPVIKYVL*                                                       
>Ttra_AMSG_06435                                                                
MEELNNVPPARVTARTQDTVTLDLDASGFSAYVSGGVATQVKMPTVVSHKSLAERVVDPGELAVTDFAKFGRPQQLHVAF
QGLHAFQAANAGALPELNNEEHAEAVVEYAVAWNAARAGGPLVDEVDAKLPRLLALHARAELSPMASIMGGIVAQEVVKV
TGKFTPFDQYMYFDALEALADVEAAQKPSAAGDEYAPLGSRYDGQIAVFGRSFQAQLANLKYFMVGAGALGCEFLKGFAM
MGVATAPDGVIHVTDDDHIAPSNLNRQFLFRSHHLNCSKSKTAAAVIQEMNPDININALELRVSPNTEDYFNDAFWMGLD
GVTNALDNIKARLYVDSKCVSYKKSLLESGTLGTKSNVQVVIPHMTESYGASPDPPEKETPSCTLHNFPYLIEHTIQLAR
EEFETTFVKTPSDAIAYLKDGEAHLESMRHIHEKRMMLEGVHSLVAAKAGNVTFADCVAWARCEFERLYNHRIRTILLRL
PADKVDEAGAPFWSGTKRIPSPIEFDAADPLHMAYIVSAANLRAAIFGLADATAEPDAIKAILADVAVPEFVDDASVQIQ
VKEGEEPEPAKADDDEDVIEATRKALDELSIPPVAFTPHVFEKDDDSNHHIDYIAAAANLRARNYNIGEVERLKIKMIAG
RIIPALATTTAMTTGFVLLELYKLVRKAPIEAFKNGFFNLALPLFAFSEPLPPKKNTSPGPAGQRYIPDGYTEWDQMEIV
GDLTVQEVKDWFTEKHGVNASMISRGSSLLYAEFMPAHASRLERKVTDLVRDSTGEEFDESVKRLELVVSCEDDEDNECD
VPVTYLIFR*                                                                      
>Ttra_AMSG_10784                                                                
MDSPFFDLDHLLTRSGPFANAGFEACVELREFVHSSVRVLVIGAGGLGCELLHSLAKSGFGELEVIDMDTIDVSNLNRQF
LFRAADVGKYKADVAAAFVEARCPGVSDDAFYRSFNLIIAGLDSIKARSWISAKLVSLAATDASGAVDMSTVIPLIDGGT
EAFKGQARVMLPRISACFQCSISAFPPQRAFQLCTIANTPRKPEHCIAYAMNVLWEAEFGSDRVLDKDSVEDVTWVMTAA
AARGAEYGITGITYQLTQGVMKNIIPAIASTNALIAGACVLEAIKIATNCASYLDNWFMYIGDSGINTRTFAWERDESCS
VCGLCRITKVVSGRFMTLGELRSSLVDDAALQLVSPSLRGGGKTLYMETGPLKKLTQANLDKTLSEVVSSGTEISVTDAN
GAVVLVTVVFEEEEGDAGDGAAV*                                                        
>Ddis_XP_637463                                                                 



MSERYSHIIQALGQSTFDKIQTCKILVVGAGGIGCELLKNLVLTGFKNIDIIDLDTIDISNLNRQFLFRKQHIGMSKAKI
AKESVMKYNEQVNITAHHGDVKSSEFGSEFFKQFDLVMNALDNISARRHVNRLCLSVDVPMIESGTAGYLGQVSVIRKGK
TECFECQPIAVPKQFAVCTIRTNPSAPIHCIVWAKMLFGKLFGPKDDDGGGDSSSLTDLDNNIIHGTEELGNIKRDEQLL
IEKEKGFKRWVFHKIFHTDIETLIHMPDLWKDKQPPTSLKLDEILSSKEVSQAEEEGDQLIFKLPDQKQWTFKENVEVFL
DCLEKLKQQFDQSNSKPMTWDKDDELALSFVCSASNIRSKIFGIPMKSRFDVKSMAGNIIPAIATTNAVIGGLIVMEAIK
VVDGRFDQCLSTYLYQLPSGKRLLMPTQLEPQNPKCFVCNRSFIICRLNTEKTTISQFIDHVLKKSLAVNEPILTVGNDI
IYEGGDQDLSKEEIEQRSKIEKKTLATHRLTNDTSLVVEDYNQDFQITITIQHTTDFDEDTKKLKKQQQKEKDQKEGKTT
TIEKEEDDKFFEIIGKTSQTTTTTTTTTTTTESDNNSNNNKNNNNNNDVEEDDGFMFIEDQPSSTTTSSATPSISKKRKE
IDTNESEDLDSSKKLKSNLQD                                                           
>Ddis_XP_642886                                                                 
MDIEMKVDNDQQQQQQQSIDDINNHETYRDNSLDDSLYSRQRYVLGDFAMSKLSKGDVFLSGLGGVGVEIAKNIILAGIK
SITLHDTKEASIYDLSSQFYINPEHVDQKLNRAIISQSHLQELNPYVKVNTITNLSLSDLILNNSNSLLQFKCIILTESN
LNDQIKINEFCRENDIKFIVADCYGLGGWVFNDFGDEFKVYDKNGEELKEVFISNISISTQNPNQLIINCMENHIHGFEE
NDYIQFKEIIGMDQLNDQSKKFKINIINSNCFSINLNDNSNNNNSNSNIDIKSLPPYQRGGIAIQTKSIELLKFKSLNKS
MIEPEIIDFDFMKDSRYNHLIRHSIEIFKERNENQLPREFNKDDSMEFVKIVNEFNMNDYFKFDHLNDDQIKEDQLIRIS
NSLRGKICPLTSVIGGFVAQEALKSLTGKFTPLKQWLYIDCFELLEQQQQQQQQQQQQQQQQQQQQQQHQHQEKQILEIK
YQNNRKYSQILCLGELICDRLSNAKLFMVGSGAIGCEMLKNYALLSVATNSESDSLITITDNDLIEKSNLNRQFLFRNKD
INQWKSSVAALATHSMNSSIKIQANQDKIEGATENIYNDDFYNQLDVVVSALDNVEARLYLDKQCVSHALPLLESGTLGT
KGHVQVILPYLTESYASQKDPNEKQTPFCTLKSFPTNLDHCIQWSRDKFEKFFAINPLELDKFINQPHYLEQLLNSSSSN
KISTSRTLSKMMDNFIESWKDCIIMARIKFEKLFNHNIRQLLKSYPLDLKTKEGIPFWTLPKRPPTPLLFDKDDELHLSF
IRNLSLLYSQVYNITPRVENTFTTIDDINKSIKDILINDNSKSVPEFKPKNKNIISDEKASAPIETFTLEQFQDLTIKLN
NQLLNFKKSKAHNDNCNNNNNTKINYLSFEKDDDSNHHIDFITSISNLRARIYQIQESDRFKVKLIAGKIIPAIATTTSV
IAGFVSLELIKVLSSNYYQFKKQSQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQPQLPPIENFKNY
FVNLALPSFQICEPGLAPKIKVTNSFNYTLWDNWEINQPNITIREFNEYFENKYKIKVSGIYQDVSLIYMAALPSHKKRL
SIPLKNHLSDIDGLKYIDLFVSFVEEDDKEAQGPPIRFIL                                        
>Ddis_XP_638902                                                                 
METMDTSVDLPGRWIDIEKIIKRTGPFASPSFEPDTKASPNIMNGLQNDFKVLVIGAGGLGCEILKNLALSGFRNIDVID
MDTIDISNLNRQFLFRRKDVGKSKAEVAAAFINSRITGCNVTPHKCRIQDKDEDYYRQFKIVIAGLDSIEARRWINGLLV
NLVVVNDSGDIEPDTIIPLVDGGTEGFKGQARVILPKISSCFECSLDAFPPQVSYAICTIANTPRVPEHCIQWALLFGLQ
DATLEKPFDPKQFDNDNPDHMNWLFECAKKRAEKFNINGVTYKLTQGVAKNIIPAIASTNAIIAAACCNEVFKFCTDSSG
YLNNYMMYNGLNGVYTFTFEYEIKEGCAVCGTNLVTFEIDKSNTLSTFLEKITTDSRFQFKKPSLRSNGRNLYMQGLLHQ
STVPNLEKTLSELNVQEDDEITITDPALPGNLAVRMRIKYTS                                      
>Ddis_XP_646665                                                                 
MSKPMDVEQEPKIDDALYSRQLYALSHETMKKITSTSVLVVGLQGLGIEIVKDLSLAGVKSVTLYDKELVEIKDLSSQFY
FSPEQVGKVGRADACFQKVVDLNNYVRIDVHNGELSDEFLKKFNVVVLANQPLALQLKVNEFCHANKIHFISVETRGVFG
QLFNDFGEQFTITDTNGENPNAYMISSISQDKEGIVTVVEEQKLQLLDGDLVTFKEVNGMSALNDLPPQKIKTISPLTFS
IGDTTNLPPYTSGGYVTEVKQPKVVDFKPLKNILESGENIFITDDFKFTQPTNLLAGFQAIHKFAEKNKHMPRPHNKEDA
NAVIEIAKGLLKKPDDELDEKMITQLSFGAQGDIVPMQAILGGITAQEVLKACSGKFTPIHQLAFFDSVECLPEDLETLP
EEEFQPIGSRYDGQIITFGKTLQNKIENLNYFLVGAGAIGCEMLKNFAMMGLGAGPKGLVHVTDMDTIEKSNLNRQFLFR
SSDIQQLKSQTAANAVRVMNPDLNVKAYSLRVGPDTESHYNEEFFNSLDGVCNALDNVEARLYMDSQCVYYGKPLLESGT
LGTKGNTQVVVPHLTESYSSSRDPPEKGIPVCTLHNFPNAIEHTIQWARDTFEGLFKNNADNVNSYLTNPAYVQSLKTQN
PFVRLETLASIKASLMDRPLDFNQCIAWARLKFEEYFNNNIEQLLYNFPKDMVTTTGTPFWSGPKRAPTPLKFDVENPLH
LEFIVAAANLRAFNYGIKAETNIEVIQKQAANVIVPDFTPKKVKIQTSENEPAPSSNTQQAGGDAEDDQCDTILSQLPQP
SEMAGYKINSIQFEKDDDTNHHIDFITATSNLRATNYAISPADKHKTKGIAGKIIPALVTTTAVVAGFVCIELIKVIQNK
ALEKYKSTFMNLGIPFFGFVEPIAAPKNKIREGWTWTLWDRFDVDGDITLKEFLDLFEKKHGLDISMLSCKVTLLYALFT
DKKTKEERLKMKISQLYETLSKKPLPKDKKYLLLEICCNDTETGDDVDVPSVRYKYN                       
>Ppal_EFA86599_1                                                                
METSYTDIEGRWSDIDKVIKRTGPFVAPDFQPDTNDSPSIKTALQNDFKILVIGAGGLGCELLKNLALSGFRNIDVIDMD
TIDVSNLNRQFLFRRKDVGKSKAEVAAAFINQRVAGCKVTPYKCKIQDKDEDYYRQFKLIIAGLDSIEARRWINGLLVNL
VVTDTDGNIDPLTIIPLIDGGTEGFKGQARVILPRISSCFECSLESFPPQTTYAICTIANTPRVPEHCIQWALIFGLPDA
AIPKPFDPKVFDNDNPVHMTWLYETAKKRAEDHNINGVTYKLTQGVAKNIIPAIASTNAIIAAACCNEAFKICTDSSGYL
DNYMMYNGQQSVYTYTFNYEVKEGCAVCGSNIVSYEVSPKTLLSTFLEDISKDSRFQFKKPSLRCNGRNLYMQGLLHQST
VPNLEKSLEDLQVGEGDEITITDPSLPVSITSIILLIYHDVESESEEETTTTSTNSFTPSVNNQEVPREKVWEKYAKRSR
ERTDHRTDQNQCRKLINQILKEYKAGSHVSIEEVRAKAIEAQTKKIQSYFDNEFQTNVSIKA                  
>Ppal_EFA83622_1                                                                
MTDNKFQNIIDTLGIDTFEKIRSAKVLVVGAGGIGCELLKNLVLSGFRDIHIIDLDTIDLSNLNRQFLFRKHHIGMSKAK
IARESVLKYCNNSDDIKIVAHHADIKTHEFGPNYFKQFNLVMNALDNLSARRHVNRICLSVDIPLIESGTAGFLGQVSVI
RKGVTECFECIPKVPPKEFAVCTIRSNPSAPIHCIVWAKMLFGRLFGLADDSNAVTDMDDNIVEGDKDDTDNVIRDELLP
LAKQKSYEQWVFHKVFYTDIDRLARMTELWKEKKPPRPLVYDELFSPDGQQTTTTTTTTSNGINSSSGRGLKDQVVMSFQ
ENINMFVESIRKLQVQNEQNGALTWDKDDNLALNFVVSASNIRSHIFNIPLKSKFDIKAMAGNIIPAIATTNAIISGLIV
LEAFKVLNNEFDKCKSTYLLKQPSGKRLLLPIDPEKPKSDCYVCSQNFITLKINTKTTTLSQLLNDVLKKNLSFHDPILT
VGASLLYEGGDEDLSKEEIEERNKLEQKIIADYKMPDNTILNVEDYLQNFKVSILIIHCETFDEDGKWFDISGKQKDQST



NNNNNHDSNNNNNNNTEDDLDDLEIIENPVDMQIDASSDKSTAKRKEIESETSDSTKKHKLNENNEQ             
>Ppal_EFA81095_1                                                                
MFTSFEVYKPTKLEIAQCFGKLNTAYKHPFKYIIMDVEMITTSSMNTSTSTTPSSSSTTSTPSSLQNGNDYLSFRDNSLD
DTLYSRQRYVLGDFAMSRLSKGDVLISGIGGVGLEIAKNLVLAGVKSLTLHDQSNISIDDLSTQFYVDNKDLINLTDDNN
NNVNRANYTLPKIAELNPYVKINEFCREHSIAFLSADTSGLLGWVFADFGANFTVYDKNGEDLKETFISSISNAPSAIVT
CMEGQMHGLESGDLVKFREIQGMTELNEQTFKVEVLNPYSFSIDCNTTNYSIYSRGGIISDVKQPLTFSFKSLKESIESP
EYLDFNLLKENGQRHLARLTLSQYKERFGCYPGSWSQIDAKTMIELAGQINSKLGIVSTVDEDVIKTVSMTSCGNICPLV
SIIGGFTAQECLKSMTGKFSPLKQWLYIDAFELYNKEEDALNEQQLTTDFVASGQLNSRRSHSQLLALGLNKCKILENTK
LFMIGSGAIGCEMLKNYALLGVGCGADGMVTITDNDLIEKSNLNRQFLFRNHDINSPKSKTAALAAKAMNPALNVDPRQD
KLDVNSEHIYTSQFYERQNIIVSALDNVEARLYVDTKCVANRKPLLESGTLGTKGHTQVIIPDLTESYSSTKDPNEKQTP
FCTLKSFPSTIDHCIQWSRDKFEKLFCINPSELDKFINESDYITKLLNSQVNNKIAICKSLSKMMSQYPQSFEDCIRYAR
VKFEKLYNHNVLQLLKAYPIDMKTKEGVPFWTLPKRPPAIISFNRDDSCHFNFLVETALLWANIFNIETTEDYRQFAYKY
CDQVVVPEFKAKNKVIISDEKAAAPIETFSYEQFIELTKTLEQQLIKMKSNSNSRQQTTQLNPQDFEKDNDANHHIDFIT
ACANMRARVYKIEEVDRFKVKLIAGKIIPAIATTTSVVSGLVALELIKVLFSGIYQNTSMIFMAALPFHRKRLSMQRGVH
FHLQAAKLGDQTQTIPFISETLNNSPESCIGTLGLSVTSWVMVFIIFIKQSITKFMINNSPFTSSFDTFWTDSRKEAFNK
ITSITGTISAFSLTGVASFQYKNLPIPHIIFALLFFFGGLAYIILQTILDYNISSFSRNMIRLRIFLSGLCLAFIIPYAI
LQFIDEYWFSNISALFEILSAATLFVYFMTYIHEFGQFEMSLDFHYKQNTEKSVLLKNSNRYYQQ               
>Ppal_EFA76257_1                                                                
MNYIYSYFFKQQQQQQTNNKTTDKMEVEQKIDDALYSRQLYVLSHEAMQKITSTNVLVVGLTGLGIEIVKDVVLAGVKSV
TLYDDEPVRITDLSSQNHKLVKRRSDACIQKVVELNNYVRINSHTGELTEEFLSGFQVVVLANQSLSTQLRINEICHRNK
IKFIASETRGVFGSIFNDFGEGFQVVDTNGENPASYMVSAVSQDKTGVVTLVDEQKLQLQDGDFITFKEINGMTQLNDLP
PQKIKVISPYTFSIGDTSAFGLYTNGGYVTEVKQPKTVNFQPLKTVLEKAEGLFTSDDFKFDHPYTLLAGFQAIHAFNET
HKHFPRPHNKQDAEEVLKTAKEFATKLDIELKEKLIEQLSFVASGDTVGLAAVIGGITGQEVLKAASGKFHPITQLMYFD
AIETLPTEELPESEFQPQNSRYDAQIAVYGATLQKRIENLKYFLVGAGAIGCEMLKNFSMMGLGCGENGMIHVTDMDTIE
KSNLNRQFLFRSSDINHLKSECAARAVKVMNPSVNIKSYATRVGPETENTYNEDFYNSLDGVCNALDNIDARMYMDSQCV
FYGKPLLESGTLGTKANTQVVVPKLTESYSSSRDPPEKSIPMCTLHNFPNAIEHTIQWARDLFEGIYKNSADNVNSYLTN
PTFIDGLQKQNSHVRLETLQQIKSSLLGKPLNFEQCVNWARLKFEELYNNNIEQLLYNFPRDMITTTGSPFWSGPKRAPT
PLKFDPSNPLHLNFVVAAANLRAYNYGIKGDSNAEQIKKWATDVIVPDFTPKKVKISTNETEQQQQQQQQQQHNDGDDDQ
TDKVLNEIPHPSELAGYKINPISFEKDDDTNFHIDFITAASNLRATNYNITLADRHKTKGIAGKIIPALVTTTALVSGLV
CLELLKVIQNKPIDAYKNAFLNLAIPFFAFIEPVAPAKNKVREGWQFTLWDRFDVEGDITLAEFLDHFQKKYRLDISMIS
CQVTLMYAMFIDKKTKEDRLKTKMSVLYETLSKKPLPEKKYLVFEICCSDMDNDDEDAEVPYVRYRFRD           
>Ehis_7_m00415                                                                  
MTQQIDEAVLSRQLFTIGKDAQIKMMNTKVLIAGLNGMGAEITKNVLLMSVKSVGLLDNRNACLADLGTNFFLRKEHIGH
CISESTYKQFQELNNNVPVRVEKRELQMKHYIMIMILLKHNVKMVYAVNRGPFTMIFNDFGDNFVVFDSNGETPLTYIVN
EVVGNTIQFIDENFCTLDVGNEVQLDEFSGLPGLNYSENGGKTFKITKRTAYSIEIGDLSQYGKYIKGGKVTEVKPTVTL
HYKPLKERLNEPGEITFTNMSKMERLRGYQTLYHGLMIFMDKYGRSPKSHDEEDYKQFKSIVEELHIDLDENIIKIFCYC
NNGFFSPLDTAFGGIAAQEVLKAASGKYTPYCQYMFYDCLEILPDNYLELPKEEFKDNGRYSGQIDIIGKTVQQKIEDLS
IFLVGSGAIGCEVLKTWAMMGLSSGKGLIHITDNDNIEKSNLSRQFLFRNNNINQSKSKVASEAVKIMNPEIHIKDYQLR
VGEATENIFTKNFFKSLSAVTTALDNVQARMYCDAQCVKYGLAMIEGGTTGTKGNTQSIIPHITQSYSTGSVRDPEEKSI
PMCTLHNFPNEIDHTIQWARDRFEGFFKTEIEPVKNYKEQGESYLESLKKESPLVLLENLKLIVENGVSKVPHSFKDCIA
WAREKYDINFVNTIQKLITNFPENTITDEGIPFWHAPKRFPHIYPFNIDNQYAKEFIISASLLRAEIYGIKNELSKEEII
KYAYSLKEYTSEEKKTEEPEAEIKQLSEEIKGKEIPKVNPIEFEKDDDNNHHIEFITACSNLRAENYCIKPADFLKTKLI
AGKIIPAMITTTAVVSGLQCIELLKVIEKKPLEAYHCSFLNLAIGYMDATEPEAVKKTKICDGLEVSIWDKLEFDGNCTI
EQFCQEISKRYPIEVDSITACGALFYCSYLPSGIKRSKQTFKEIYKDIKHEEYKNNTMTIAISVSSEKEQLPDNLEFPDI
ILNF                                                                            
>Ehis_17_m00335                                                                 
MSLSKEEIEKKRILVVGAGGIGCEVLKNILLIGFKHLEVIDLDVIDLSNLNRQFLFNKNHIGQPKSVIAAQVSKERYGPE
AEIIAHHCEIQNNKFNIDYYKTFDIVINALDNLNARKHVNRMCVCANVPLIDGGTSGFIGQTTPIIPKETECYECQPKVP
PKGYAVCTIRSNPSTAVHCVFWSKQLIQKLFGNADDGNYLNDFQFASTATRWKEVYDKVFTLDIKVLHQSEELWKLRKKP
NIWTYEEIINCSDTSPLKEVKPFVKLYYKSFNILQKRYENKGPFEFEKDDDDMIDFITACTNIRCAIFNLQRISRFEVQE
KAGNIIPAIPTTNSIISGLMIIEMMKVLSQNKTNLRICYLAKKPLKNHLLTFEKTSQPNKQCYICGNEVSEFICDLEVFT
LKDIIDQITERCSLINPTVLKGDQLLYESGEDLEKEEVQMYEKVGKKKLIELGFKDGETILFKDDIKTMTFILKEENRKH
DAIKEEIKDSKKHF                                                                  
>Ehis_19_m00295                                                                 
MTRSYHQIESFLKRTGGTAEEEGNIDYHDFKILVVGAGGLGCEVLKALAMVGFQNLTIIDMDTIEYSNLNRQFLFRKKDV
GRPKSEVAAEFVMKKVPGCKITHVVGRLEDQPLSFYKSFKLVISGLDNLGARRWTSSTLCSLVETRNGEIDPNTIIPLID
GGTEGFQGHVMVIVPKVGPCLDCIISLFPPQKTFPMCTIASQPRLPEHCIVWASQIAWENPTINTEFPHGTKVDADNPAH
VQWVYEHALQRAEEKNISGVTYRLTLGVIKNIMPAIASTNSLIAAQTANEAFKYATGCANNLDNYLVYYGKDGINTSVES
LEKKKGCLVCDMQTMNKSIPTTFTLQQLVDEISDDPELQVSNPSIGLESGQIIFVSRGPLKEQTEKNLVLELCQLGVKEG
EELIINSPAISSPIFLKIHYEY                                                          
>Ehis_49_m00190                                                                 
MTQQIDEAVLSRQLFTIGKDAQIKMMNTKVLIAGLNGMGAEITKNVLLMSVKSVGLLDNRNACLADLGTNFFLRKEHIGH



CISESTYKQFQELNNNVPVRVEKRELTDETLYNDYDIIVLCYLLSEKQSIYINELCRKHNVKMVYAVNRGPFTMIFNDFG
DNFVVFDSNGETPLTYIVNEVVGNTIQFIDENFCTLDVGNEVQLDEFSGLPGLNYSENGGKTFKITKRTAYSIEIGDLSQ
YGKYIKGGKVTEVKPTVTLHYKPLKERLNEPGEITFTNMSKMERLRGYQTLYHGLMIFMDKYGRSPKSHDEEDYKQFKSI
VEELHIDLDENIIKIFCYCNNGFFSPLDTAFGGIAAQEVLKAASGKYTPYCQYMFYDCLEILPDNYLELPKEEFKDNGRY
SGQIDIIGKTVQQKIEDLSIFLVGSGAIGCEVLKTWAMMGLSSGKGLIHITDNDNIEKSNLSRQFLFRNNNINQSKSKVA
SEAVKIMNPEIHIKDYQLRVGEATENIFTKNFFKSLSAVTTALDNVQARMYCDAQCVKYGLAMIEGGTTGTKGNTQSIIP
HITQSYSTGSVRDPEEKSIPMCTLHNFPNEIDHTIQWARDRFEGFFKTEIEPVKNYKEQGESYLESLKKESPLVLLENLK
LIVENGVSKVPHSFKDCIAWAREKYDINFVNTIQKLITNFPENTITDEGIPFWHAPKRFPHIYPFNIDNQYAKEFIISAS
LLRAEIYGIKNELSKEEIIKYAYSLKEYTSEEKKTEEPEAEIKQLSEEIKGKEIPKVNPIEFEKDDDNNHHIEFITACSN
LRAENYCIKPADFLKTKLIAGKIIPAMITTTAVVSGLQCIELLKVIEKKPLEAYHCSFLNLAIGYMDATEPEAVKKTKIC
DGLEVSIWDKLEFDGNCTVQELFCLNDGSDLPDGVEFPDVLLNF                                    
>Ehis_334_m00049                                                                
MTQQIDEAVLSRQLFTIGKDAQIKMMNTKVLIAGLNGMGAEITKNVLLMSVKSVGLLDNRNACLADLGTNFFLRKEHIGH
CISESTYKQFQELNNNVPVRVEKRELTDETLYNDYDIIVLCYLLSEKQSIYINELCRKHNVKMVYAVNRGPFTMIFNDFG
DNFVVFDSNGETPLTYIVNEVVGNTIQFIDENFCTLDVGNEVQLDEFSGLPGLNYSENGGKTFKITKRTAYSIEIGDLSQ
YGKYIKGGKVTEVKPTVTLHYKPLKERLNEPGEITFTNMSKMERLRGYQTLYHGLMIFMDKYGRSPKSHDEEDYKQFKSI
VEELHIDLDENIIKIFCYCNNGFFSPLDTAFGGIAAQEVLKAASGKYTPYCQYMFYDCLEILPDNYLELPKEEFKDNGRY
SGQIDIIGKTVQQKIEDLSIFLVGSGAIGCEVLKTWAMMGLSSGKGLIHITDNDNIEKSNLSRQFLFRNNNINQSKSKVA
SEAVKIMNPEIHIKDYQLRVGEATENIFTKNFFKSLSAVTTALDNVQARMYCDAQCVKYGLAMIEGGTTGTKGNTQSIIP
HITQSYSTGSVRDPEEKSIPMCTLHNFPNEIDHTIQWARDRFEGFFKTEIEPVKNYKEQGESYLESLKKESPLVLLENLK
LIVENGVSKVPHSFKDCIAWAREKYDINFVNTIQKLITNFPENTITDEGIPFWHAPKRFPHIYPFNIDNQYAKEFIISAS
LLRAEIYGIKNELSKEEIIKYAYSLKEYTSEEKKTEEPEAEIKQLSEEIKGKEIPKVNPIEFEKDDDNNHHIEFITACSN
LRAENYCIKPADFLKTKLIAGKIIPAMITTTAVVSGLQCIELLKVIEKKPLEAYHCSFLNLAIGYMDATEPEAVKKTKIC
DGLEVSIWDKLEFDGNCTVQELCDIISKKYPIEIDSITVGNKLFYCSYLPSGQARLSKKFTEIYKEMYGEDFKNETMTLS
LSVCLNDGSDLPDGVEFPDVLLNF                                                        
>Acas_g768                                                                      
MEVVPTGPASFDVPEEAKNIDMDLYSRQYYVYGGKAMTKMADSNVFLSGLGGLGVEIAKNIALAGVKALTLHDTRVATTF
DQASQFFVSDSSLGKNRAELSAPHVIELNPYVKISTSTANLEEEDLAFFDQFKCVILTETPLHLQKKINAYCHARGIAFI
SADVRGVFCWAFCDFGDKFEVHDINGEEPLEIMIEHVTKANPGVVRTLDKSKHGLEDGMLVQFKEVKGMNELNEGKVFEV
KTINPYEFSIGDTSSFGDYVSGGIATEVKKTVEMSFLPLAEAIEKPDIVIADWAKMENPMQLHLGAQALDAFAEKNKRLP
APWNKEDAAALVALAKELNEQKSDKITVDEKLLEKLAFTSQGSLVGITAFLGGVVAQEGIKSITGKFAPLHQWLYMDVLE
VLPGEDVDAAQCQPEGNRYDAQVVCLGKDVNAQLQQLRIFMIGAGAIGCEMLKNFAMLGVGGGDGLITVTDNDLIEKSNL
NRQFLFRPKDIQKPKSTSAANAAIAMNPSLKVDAHLNKVGQESENLYTDGFFKTLDIVVNALDNVQARLYVDGRCVTNQR
PLLESGTLSTKGHVQVIVPFLTESYGSRRDPPEKDVPFCTLKSFPNQIQHTIQWARDKFANLFSLKPQELNKLLAESDVI
EELRTQPGNKLKNAQHALKMLESRPNSFEECIAYGRLKFDKYFRNKILQLLHNFPLDMTTKEGTPFWSGAKRPPTPVQFD
PKNSLHLDYVRYSACLWAKVWGVVPTHHDPRNEADNDYLRKICEEVPVPAFQPKQNKVIETDENAKKEDIEAKIQQAAEF
DEAAFNAAIDRIKELLVHKEKYQMFPEEFEKDNDANFHIDFITATSNLRAYNYAIAPADRLKTKRIAGRIMPAIATTTAA
VSGLVSIELIKIVKKVKMEDYKNAFMNLGLPMFQFAEPSPAEKTKITDSVSVTIWDQWDLKMGDITLSDFCNHFKKKYGL
TVTGVFQGVQMVYVPLMPGHDSRLPKKLRRLIGREKGQKYVDLIVTFENDDGSDVNGPPVRYWLTSKRKKVVKKSPQTPE
SS                                                                              
>Acas_g2752                                                                     
MESTQAFSEPEGRWLDTYKLLERPGPLAGEAFEPDTPDAPKLKNYLRAFENSRGDPNCKILVIGAGGLGCELLKDLALSG
FRCIDVIDMDTIDISNLNRQFLFRPADVGKAKAEVAARFINERVPGCRVTPHFCRIEDKDDDFYREFNIIICGLDSIEAR
RYMNSVLVGLVEHGDDGEIDPDTIIPMIDGGTEGFKGQARVILPGITACFECTLELFPPKTTFQICTIAHTPRRPEHCIE
YARLFKWGEDKPFKDEKGEAVKPDMDNPLHLRWMYEVARKRAEEFGIKGVTLRSTKGVIKNIIPAIASTNAVIAAACANE
AFKFATNASGFLNNYMMYNGGGGVYTFTFEYERKPNCLGCGTVDNVIEWNVNPDQKWEDFIEDLAKDSTLQLTRPSIRCP
DKNIGIYMQNPPMLEKKLRPNLSKTIGELIDDGNSLNITAPTLPGVAVTMKIRFTK                        
>Acas_g7022                                                                     
MKRTHEQSTESDDRAAGKADVRKERLLTSRARTTSKLDLGLYSRQVYVLGLETMKKLAETNVLICGVKGLGLEIAKNVVL
AGVKSVTLHDTEAAVLSDLSSQFYLFEEDVGKNRAEACVHRVAELNPYVTVNAHTGALDEAFLSSFQVVVMTNAKSTSEL
TRVSTYCHDNRIAFCWAETRGLFGTIFTDFGDSFVVVDTNGEEPERHIISSISQDNPAIVTVHDESRHGLEDGDQVIFDE
VEGMTELNSAKPVKVTVTGPYTFQIALDTTGYTAYERGGVVQQVKVPKELKFSSLAKSFLTPGEFTMSDFAKIGRAEQLH
FGFQALLAYQDKHGELPPVGDENAANEVVQLAKDLNQQAKNENASRIADKVHEVEEIDEDIIRKLAMFSRGDLSPMNAFF
GGITAQEVLKISGKFHPLFQWFYFDAVEALPSELNLADHAPVGSRYDNQIAVFGKSFQDKLEQQKYFLCGAGALGCEFLK
NFAMMGLACGEKGTIFVTDMDNIEKSNLNRQFLFRDYDIGKMKSQAASAAIKVMNPHIRVTPYEIPVQTEETFTEEFWRS
LDGVCNALDNLEARRYTDYQCVTYGKPLLESGTLGAKANTQVVLPHKTESYSASADPPEKTIPMCTLKNFPNKIEHTIEW
ARDLFGGFFKNQAEDVNNYLDNPDYVKKLKANTNIGVLKKTLEGIEAYLEKGNTITIKDCVAWARVHFEELFHNNIAQLA
YNFPEDHITSNGVRFWSGPKRFPRALAFSEDDTLHMDFIIAGTKLLAHLYGIDDHISMEEIHEVLKTTTVPTFVPKKVKI
QTDPGQQEEPSGGGDEHDADEAAIQRIVGSLPDRQQVGDWRLKPINFEKDDDTNYHMAFITAASNLRARNYSIKEADVHK
TKQIAGKIIPAIATTTAMITGLVCLELYKLVQGDKKLEQFKNAFVNLALPFWAFSEPLPPAVHKGNEAEGTKSYPAEGWT
EWDKIEFNMTEQTTLQELVNRFKEEHNIVVNSIASGVGLMYTSYLPGHKARLQQPVTDIWCTVNKKTIPATKHFFLLSVE
GEDAATGDELELPDIHFRFRSVA                                                         



>Acas_g8125                                                                     
MLTESYSSSRDPPEKSIPVCTLHHFPNKIEHTIHWSRDLFEGYFKNAADHVNAYLSQPDFLEFLRKQPVVQQVEILNAIH
GSLVSERPFTFDQCIAWARTRFEDLFRNNIAQLLYNFPLDTITPSGAPFWSGPKRAPSPLTFNPDDRTHMDFIKSAANLR
AANFGLKGSVEEGVFRAALGQVTVPSFVPRKGVKIQTKEDAATKVEQSEGDEEQVARLLAELPAPSTLAGYRVSPLIFEK
DDDTNFHIDFIAAASNLRARNYSIAEVDKHTTKGIAGKIMPALVTTTALVAGLVCLELIKLVQGKDKLEDFRNGFVNLAL
PFFGFSEPIAPPVGTITEGWKWTLWDRFDVKGPSTLRQLIELFESEHKLELSMASCGSTMLYSFFMPKSKLNERMDVEIA
QLVETVTKKPLPENKKYLTLEVVCSRLSDGEDVDVPPVRYQFRGL                                   
>Acas_g11119                                                                    
MEHERYRDVAATLGSDLFAKVQAAKVLVVGAGGIGCELLKNLVMMGFVDIETIDLDTIDVSNLNRQFLFQRRHIGLSKAE
VARESALNFNPHAKIVAHHGNIKTNEYGPEYFKQFTLVMNALDNLDARRHVNRMCLAADVPLIESGTEGYLGQESTECFD
CVPRPTPKTFAVCTIRSSPSKPIHCIVWAKRLFSQIFAKAEEDDAVTDLNEGELLKGPEGAEETKAEESDLALLRHTREQ
LKERLQAVQETQGPARWLFDKVFHADLELLSVVDQIKRKRQPKAGSSDTKPPQPIRYEEAMNAVETNGEGNGSSLIKDQR
VWTLKENAQVFINSATNLYERIKKVESVSFDKDDVDAMDFVTSASNLRSHAFGITKQSRFDTKAMAGNIIPAIATTNAVI
SGLIVMEAIKVIDGRLEDCRSSYLLRRPSSKRFLLPAQLEKPNPNCYVCGSSFVQVAIDTEKTLLRHFIEQVLRSHFGML
EPSIMLGFDLLYESGEDAMDFHQQLDKTLTDLRVTHNTVVKVEDDPAGSRDGNQHCTQLTADMLARRTDFEEGKKFEVEG
KASAKPHHEEEGAAAAPQAPQPESEDDLIVLSAAPVQPNAATKRKREDENEAAAATQKKADAKDDAQEERSKKRRREDDE
PVAIDLAE                                                                        
>Acas_g13347                                                                    
MDKPVIVKESTDSEGVDTDLMSRIIPILGAGNLKKLMGLKVLISGISGLGAEIAKNLILTGLGVVTIHDTEKVDWIDLSS
HFYLTEADIGKNRAEASKAKLAELNPYVKVNLSTEPLTDDYLNQFQVVVCVDYTSEEKLLHVSEYCHAHDPAIVFIKADI
RGLFCSVFSDFGPKHVIYDKTGEEPRQAIITSISNSNPAVITTHEEKPHGLGEGDYVEFCEVKGMVEINNPDRDSEEAGE
KKEVSPLAAVKVLSTKGLYGLEVELDTTNFQPYSGGGLINQIKVEEHVSFKSYRESLEHPGEFMISDFAKFGRAEQLHFG
FQALHKFQAKHSALPEPGNAEHAAEVVQIAKDLNANANQGTHKVEEIDENLISKLALTARGNLNPMAAFVGGIVAQEVIK
VTGKFNPVTQWFYFDSLECLPEQPVSVPKLEGTRYDGQIAVFGTDFQKQLGNLQLFLVGAGALGCEFLKNFALMGISAGE
EGLLSLTDMDNIEKSNLSRQFLFRDSDIGKMKSACASAAAKKMNPNLRIKASEVPVGEDTEDTWNDTFWSGQDLVVNALD
NIKARLYVDSQCVRYLKPLLESGTLGTKANSQVIVPRMTESYGSSRDPPDTAIPMCTLKNFPHQIEHTIEWGRDKFAGYF
TNAVEDANNWVSGSDFLDRIKQVESYAAKKERLQSCLQLLKLYNYGKADFQTCVEWARLQFEELFHNTIAQLLYNFPLDA
TTSTGAPFWSGPKRPPTPLKFDPNNATHLDFIIAAANLLAFNFHVPQVRDKDQVKEMVGKVHVPPFSPQQGVKIKSGETD
TTEEGAEDDEQKVANLIAELGQLDKAKYPVGESGRCFEPAQFEKDDDSNYHISFITQASNLRAANYKIQPADFHKTKKIA
GRIIPAIATTTAMITGLVGLELYKVVQGASVPIERYRNSFVNLALPSFVQSEPMPCTKNKSDPAKGLKYYPEGWTLWDNF
VIDEGDITFQQLLDLFKAKHNLEVTSVSCGTTLVYNPYFPNHKNRLGTKISEFVRTSVPSYDLKDTDKHMYIVVLTEDEE
GNDVEIPDPVILKFK                                                                 
>Atha_AT2G21470                                                                 
MATQQQQSAIKGAKVLMVGAGGIGCELLKTLALSGFEDIHIIDMDTIEVSNLNRQFLFRRSHVGQSKAKVARDAVLRFRP
NINIRSYHANVKNPEFDVDFFKQFDVVLNGLDNLDARRHVNRLCLAADVPLVESGTTGFLGQVTVHIKGKTECYECQTKP
APKTYPVCTITSTPTKFVHCIVWAKDLLFAKLFGDKNQDNDLNVRSNNSASSSKETEDVFERSEDEDIEQYGRKIYDHVF
GSNIEAALSNEETWKNRRRPRPIYSKDVLPESLTQQNGSTQNCSVTDGDLMVSAMPSLGLKNPQELWGLTQNSLVFIEAL
KLFFAKRKKEIGHLTFDKDDQLAVEFVTAAANIRAESFGIPLHSLFEAKGIAGNIVHAVATTNAIIAGLIVIEAIKVLKK
DVDKFRMTYCLEHPSKKLLLMPIEPYEPNPACYVCSETPLVLEINTRKSKLRDLVDKIVKTKLGMNLPLIMHGNSLLYEV
GDDLDDIMVANYNANLEKYLSELPSPILNGSILTVEDLQQELSCKINVKHRFFSEILNPVLNSVWFLIILPSTFPKLFHF
TESRNQDGLSLDIILGFSNVTIRRVLTMFETGRRLTHPLLILFCHREEFDEEKEPEGMVLSGWTPSPATNGESASTSNNE
NPVDVTESSSGSEPASKKRRLSETEASNHKKETENVESEDDDIMEVENPMMVSKKKIRVE*                   
>Atha_AT2G30110                                                                 
MLHKRASEANDKNDNTIIGSDLASSKKRRIDFTESSSDKSSSILASGSSRGFHGDSVVQQIDMAFGNSNRQEIDEDLHSR
QLAVYGRETMRRLFASNVLISGMHGLGAEIAKNLILAGVKSVTLHDERVVELWDLSSNFVFSEDDVGKNRADASVQKLQD
LNNAVVVSSLTKSLNKEDLSGFQVVVFSDISMERAIEFDDYCHSHQPPIAFVKADVRGLFGSVFCDFGPEFAVLDVDGEE
PHTGIIASISNENQAFISCVDDERLEFEDGDLVVFSEVEGMTELNDGKPRKIKSTRPYSFTLDEDTTNYGTYVKGGIVTQ
VKQPKLLNFKPLREALKDPGDFLFSDFSKFDRPPLLHLAFQALDHFKAEAGRFPVAGSEEDAQKLISIATAINTGQGDLK
VENVDQKLLRHFSFGAKAVLNPMAAMFGGIVGQEVVKACSGKFHPLFQFFYFDSVESLPSEPVDSSDFAPRNSRYDAQIS
VFGAKFQKKLEDAKVFTVGSGALGCEFLKNLALMGVSCGSQGKLTVTDDDIIEKSNLSRQFLFRDWNIGQAKSTVAASAA
AVINPRFNIEALQNRVGAETENVFDDAFWENLTVVVNALDNVNARLYVDSRCLYFQKPLLESGTLGTKCNTQSVIPHLTE
NYGASRDPPEKQAPMCTVHSFPHNIDHCLTWARSEFEGLLEKTPAEVNAYLSSPVEYTNSMMSAGDAQARDTLERIVECL
EKEKCETFQDCLTWARLRFEDYFVNRVKQLIYTFPEDAATSTGAPFWSAPKRFPRPLQYSSSDPSLLNFITATAILRAET
FGIPIPEWTKNPKEAAEAVDRVIVPDFEPRQDAKIVTDEKATTLTTASVDDAAVIDDLIAKIDQCRHNLSPDFRMKPIQF
EKDDDTNYHMDVIAGLANMRARNYSIPEVDKLKAKFIAGRIIPAIATSTAMATGLVCLELYKVLDGGHKVEAYRNTFANL
ALPLFSMAEPLPPKVVKHRDMAWTVWDRWVLKGNPTLREVLQWLEDKGLSAYSISCGSCLLFNSMFTRHKERMDKKVVDL
ARDVAKVELPPYRNHLDVVVACEDEDDNDVDIPLVSIYFR*                                       
>Atha_AT5G06460                                                                 
MEPFVVKENIIASASSPMKKRRIDHTESADGSAINASNSSSIGLNNSIGGNDTVMSMAEFGNDNSNNQEIDEDLHSRQLA
VYGRETMRKLFASNVLISGMQGLGVEIAKNIILAGVKSVTLHDENVVELWDLSSNFVFTEEDIGKNRALASVHKLQELNN
AVAVSTLTGKLTKEQLSDFQVVVFVDISFEKATEIDDYCHSHQPPIAFIKADVRGLFGSLFCDFGPHFTVLDVDGEEPHS
GIIASVSNENPGFVSCVDDERLEFEDGNLVVFSEVEGMTELNDGKPRKIKNVKPFSFTLEEDTSSYGQYMKGGIVTQVKQ



PKVLNFKPLREALKDPGDFLLSDFSKFDRPPLLHLAFQALDRFSSQAGRFPFAGSEEDAQKLVEIAVDINEGLGDARLED
VNSKLLRHLAFGSRAVLNPMAAMFGGIVGQEVVKACSGKFHPIFQFFYFDSVESLPKEPLDASEFRPQNSRYDAQISVFG
STLQKKLEDARVFVVGAGALGCEFLKNLALMGVSCGTQGKLTVTDDDVIEKSNLSRQFLFRDWNIGQAKSTVAATAAAGI
NSRLNIDALQNRVGPETENVFDDSFWENLTVVVNALDNVTARLYVDSRCVYFQKPLLESGTLGAKCNTQMVIPHLTENYG
ASRDPPEKQAPMCTVHSFPHNIDHCLTWARSEFEGLLEKTPAEVNAYLSDPVEYMKAMRTAGDAQARDTLGRVVECLEKE
KCNSFQDCITWARLRFEDYFANRVKQLCYTFPEDAATSTGAPFWSAPKRFPRPLQFSSTDLSHINFVMAASILRAETFGI
PTPEWAKTRAGLAEAVERVIVPDFEPKKDATIVTDEKATTLSTASVDDAAVIDELNAKLVRCRMSLQPEFRMKAIQFEKD
DDTNYHMDMIAGLANMRARNYSVPEVDKLKAKFIAGRIIPAIATSTAMATGFVCLEMYKVLDGSHKVEDYRNTFANLALP
LFSMAEPVPPKVVKHQDQSWTVWDRWVMRGNPTLRELLDWLKEKGLNAYSISCGSSLLYNSMFSRHKERMNRRVVDLARD
VAGVELPAYRRHVDVVVACEDDNDADVDIPLVSVYFA*                                          
>Atha_AT5G19180                                                                 
MADLDVPPQVPQSKTRDLDKLLLRHGNLVDPGFVPGPGLRDDIRDYVRILVIGAGGLGCELLKDLALSGFRNLEVIDMDR
IEVTNLNRQFLFRIEDVGKPKAEVAAKRVMERVSGVEIVPHFSRIEDKEIEFYNDFNIIALGLDSIEARKYINGVACGFL
EYNEDDTPKRETIKPMVDGGTEGFKGHARVILPGVTPCFECTIYLFPPQVKFPLCTLAETPRNAAHCIEYAHLIQWETVH
RGKTFDPDEPEHMKWVYDEAIRRAELFGIPGVTYSLTQGVVKNIIPAIASTNAIISAACALETLKIVSACSKTLVNYLTY
NGGEGLYTEVTKFERDTECLVCGPGILIELDTSVTLSKFIEMLEDHPKLLLSKASVKQGENTLYMQAPPVLEEFHRPKLS
KPLYDLMGRVQKDTIHVFGQRALKNNEKESCTTKVRVVFKGADGVADMDTAIGA*                         
>Mgut_mgv1a009798m                                                              
MAETQPSRSRDLDKLLLRPGHLVGPNFEPGSELREDIKEYVKVLVVGAGGLGCELDDVGKPKAEVAAKRVMERVSGVNIT
PHFSRIEDKPLDFYSDFSIIVLGLDSIEARSYINAVACGFLEYDDDDNPREETVKPMVDGGTEGFKGHARIIVPGTTPCF
ECTIWLFPPQVKFPLCTLAETPRTAAHCIEYAHLIKWSEVHSGKSFDPDSPEDMQWVYSEAVKRAELFGIPGVTYSLTQG
VVKNIIPAIASTNAIISAACALETLKIVSGCSKTLLNYLTYNGVEGLHTKVTEFVRDKECLVCGPGILIQVDKSVTLKKF
IDQLEDHASCS*                                                                    
>Mgut_mgv1a000559m                                                              
MLPVKRTAGAALGFVDSELTKKHCTNFASAAATSSAASSTFNMAGGDGINGNNGVSNGKAPIGGAQLEIDEDLHSRQLAV
YGRETMRRLFASNILISGMQGLGAEIAKNLVLAGVKSVTLHDTGTVELWDFSGSFLFSEEDLGKNRALVSVPKLQELNNT
VIISTITTELTKEQLSDFQAVVFTDISLEKAIEFDDYCHQHQPPIAFIKSEVRGLFGSVFCDFGPEFTVLDVDGEEPHTG
IIASISNDNPAIVSCVDDERLEFQDGELVVFSEVLGMTELNDRKPRRIKNARPYSFTIEEDTSNYAGYERGGIVTQVKEP
KVLKFKPLQQALKDPGDFLLSDFSKFDRPPLLHLAFQALDKFIVEVGRPPLAGSEEDAQKLIAFLADINNSLPDGRLEEI
DPKLIRSFAFGARAVLNPMAAMFGGIVGQEVVKACSGKFHPLFQFFYFDSVESLPTESVDPNDLRPLNSRYDAQISVFGS
KLQKKLEDAKVFMVGSGALGCEFLKNVALMGVSCGDGGKLTITDDDVIEKSNLSRQFLFRDWNIGQAKSTVAATAASFIN
RRLNIEALQNRASPESESVFDDTFWENLSVVINALDNVNARLYIDQRCLYFQRALLESGTLGAKCNTQMVIPHLTENYGA
SRDPPEKQAPMCTLHSFPHNIHHCLTWARSEFEGLLEKTPTEVNVYLKKPSEYISAMKQAGDAQARDTLERVLECLDSDK
CDTFQDCITWARLKFEDYFSNRVKQLTYTFPEDAATNNGARFWSAPKRFPRPLEFSNQDLSHINFAMAGAILRAEAFGIP
IPNWAKSLEKFAEAVDKVMVPDFLPKNNVRIVTDEAATSLATASMDDADVINELVMKLETCREKLAPGYKMNPIQFEKDD
DTNYHMELVTGLANMRARNYSIPEVDKLKAKLIAGKIIPAIATSTAMATGLVCLELYKVIDGSHKIEDYRNTFANLALPL
FSMAEPVPTKVIKYQDMSWSVWDRWVLKGSPTLRELLQWLKNKGLNAYSISFGSCLLFNSMFPKHKERMDKKMVDLVKDV
AKFELPPYRSHFDVVIACEDDEDNDVDIPQVSVYYE*                                           
>Mgut_mgv1a000903m                                                              
MSSNFVFSEKDLGKNRALASIQKLQELNNAVAISTLTTKLTKEQLSDFQAVVFTDINLESAIEFNDYCHNHKPPIAFIKA
EVRGLFGSTFCDFGPEFTVFDVDGNEPHTGIIASIGNDNPALVSCVDDERLEFEDGDLVVFSEIRGMTELNDGKPRKIKN
ARPYSFTLEEDTTNFGAYERGGIVTQVKQPKVLKFKPLREAIKDPGDFLLSDFSKFDRPPLLHLAFQSLDKFVAELGRFP
VAGSEEDAQKLISITTDLNESLGEGKLDDINPKLLRHFAFGARAVLNPMAAMFGGIVGQEVMKACSGKFHPLFQFFYFDS
VESLPTEPLDPSDFKPLNSRYDAQISVFGSKLQKKLEDAIVFVVGSGALGCEFLKNLALMGVSCGKHGKLTITDDDVIEK
SNLSRQFLFRDWNIGQPKSTVAASAASSINPLMHIEALQNRVGTETESVFHDAFWENLNVVINALDNVNARLYVDQRCLY
FQKPLLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMCTVHSFPHNIDHCLTWARSEFEGLLEKTPAEANAYLSNP
SEYTSAMRSAGDAQARDNLERVIECLDSERCESFQDCITWARLKFEDYFSNRVKQLTYTFPEDAATSTGAPFWSAPKRFP
RAVQFETSDSSHLHFIMAASILRAETFGIPIPDWVKNPKKLAEAIDKIIVPDFKPKADVKIVTDERATTLATASVDDADV
INQLISKLEQYRKNIPSDFRMKPIQFEKDDDTNYHMDMIAALANMRARNYSIPEVDKLQAKLIAGRIIPAIATATAMATG
LVCLDLYKVIDGSHKLEDYRNTFANLALPLFSIAEPVGPKVIKHQNLSWTVWDRWIIKNNPTLRELLQWLSDKGLNAYSI
SFGSCLLYNSMFPRHKERMDKTMADLARDVAKVELPPYRNHLDVVVACEDDDDNDVDIPQVSVYFR*             
>Mgut_mgv1a002832m                                                              
MVGAGGIGCELLKTLALSGFKDIHIIDMDTIEVSNLNRQFLFRQSHVGQSKAKVARDAVLKFRPHISITPYHANVKDPDF
NVDFFKQFNVVLNGLDNLDARRHVNRLCLAAGVPLVESGTTGFLGQVVTVHVKGKSECYECQPKPAPKTYPVCTITSTPS
KFVHCIVWAKDLLFAKLFGAKNQENDLNVRSSDASSSSQQTEDVFERKNNEDIELYGKKIFDHVFGYNIELALSNEDTWK
NRHKPRPIYSKDISPIELPHQNGNQAKISVGGDISSVSAMASMGLKNPQDLWSLNENSAVFLEALKLFFSKREKEIGNLS
FDKDDQLAVEFVTAAANIRASSFGIPLHSLFESKGIAGNIIHAVATTNAIIAGLIVIEAIKILQSDTKNYRMTYCLEHPS
RKMLLMPVEPFEPNKSCYVCSETPLTLEINAHRSKLRDLVDKIVKAKLGMNLPLIMHGSALLYEVGDDLEEDEVANYAAN
LEKVLSELPSPVMGGTILTVEDLQQELKCSINIKHREEFDEEKEPDGMILSGWTPALAAEKNGSTSTTENGASTSGVSQA
TSLMTEEDDDLQIIPTQPGGKKRKISDLSSAATSDFSSVAKDTKIQRKDVDGNNDVVMLDDGSLGNSKKKIET*      
>Acoe_007_00299                                                                 
MGSEQQLEVIKSAKVLMVGAGGIGCELLKTLALSGFQDIHIIDMDTIEVSNLNRQFLFRQSHVGQSKAKVAREAVLRFRP



NINITPYHANVKGPEFNVDFFKQFNVVLNGLDNLDARRHVNRLCLAADVPLVESGTTGFLGQVTVHVKGKTECYECQPKP
TPKSYPVCTITSTPSKFVHCIVWAKDLLFAKLFGDKSQGNDLNVRSSDGASSSENAEDAFERRADEDVEQYGRRIYDHVF
GYNIEMALGNEETWKNRNRPKPIYSCDVLPENLSYQNGTLEKDCPNGDSSLVSAMASLGLKNPQDIWSLLENTRIFLEAL
KLFFVKREKDIGNLIFDKDDQLAVEIVTAAANIRAASFGIPLHSLFEAKGIAGNIVHAVATTNAIIAGLIVIEAIKVLHG
DTNRYRMTYCVEHPARKMLLMPVEPFEPNKACYVCSETPLTLEVNTSRSKLRDIVEKIVKNKLGMNLPLIMHGSALLYEV
GDDLEEVEVANYEANLEKVLAELPSPVTGGTVLTVEDLQQEFTCSINIKHREEFDEEKEPDGMLLSGWTQPPTTEKDNDP
TLANKESTSSAAQTAVVEVDEVEIVLPSVRVDIGGAKRKLSDISSAATSAATGVVDATHSSRKPEEIEDDDNDVVVMIDG
GNLGANKKKRVQMGSEQQLEVIKSAKVLMVGAGGIGCELLKTLALSGFQDIHIIDMDTIEVSNLNRQFLFRQSHVGQSKA
KVAREAVLRFRPNINITPYHANVKGPEFNVDFFKQFNVVLNGLDNLDARRHVNRLCLAADVPLVESGTTGFLGQVTVHVK
GKTECYECQPKPTPKSYPVCTITSTPSKFVHCIVWAKDLLFAKLFGDKSQGNDLNVRSSDGASSSENAEDAFERRADEDV
EQYGRRIYDHVFGYNIEMALGNEETWKNRNRPKPIYSCDVLPENLSYQNGTLEKDCPNGDSSLVSAMASLGLKNPQDIWS
LLENTRIFLEALKLFFVKREKDIGNLIFDKDDQLAVEIVTAAANIRAASFGIPLHSLFEAKGIAGNIVHAVATTNAIIAG
LIVIEAIKVLHGDTNRYRMTYCVEHPARKMLLMPVEPFEPNKACYVCSETPLTLEVNTSRSKLRDIVEKIVKNKLGMNLP
LIMHGSALLYEVGDDLEEVEVANYEANLEKVLAELPSPVTGGTVLTVEDLQQEFTCSINIKHRFFYIHIFHC        
>Acoe_027_00166                                                                 
MLPSKRAGAGEVVEDHSTNTGETLLKKPRIDFLLSCSTVETTGNNHTSNNTSSNNSNLNSSNHSSEEVFKPSNMALDDGK
PAEIDEDLHSRQLAVYGRETMRRLFGSNILVSGMQGLGAEIAKNLVLAGVKSVTLHDEGTVELWDLSSNFIFSENDVGKN
RALASVQKLQELNNAVAISTLTSTLTKEHLSNFQAVVFTDISFEKAIEFDDYCHKQQPPISFIKTEVRGLFGSVFCDFGP
EFTVVDVDGEEPHTGIIASISNDNPALVSCVDDERLEFQDGDLVVFSEVRGMTELNDGKPRKVKNARPYSFFLEGDTTNY
GSYERGGIVTQVKQPKVLHFKTLREALKDPGDFLLSDFSKFDRPPLLHLAFQALDKFVCDLGRFPSAGSEEDAQKLISIA
ANINDNLGDMRLEEIDNKLMRHFAFGSKAVLNPMAAMFGGIVGQEVVKACSGKFHPLLQFFYFDSVESLPSEPLDSNDFK
PLNSRYDAQISVFGSKLQRKLEEAKVFMVGAGALGCEFLKNLALMGVSCSREGNLTITDDDVIEKSNLSRQFLFRDWNIG
QAKSTVAASAASLINPRLRVEALQNRANPETEHVFHDAFWENLDVVVNALDNVTARIYMDQRCLYFQKPLLESGTLGAKC
NTQMVIPHLTENYGASRDPPEKQAPMCTVHSFPHNIDHCLTWARSEFEGLLEKTPAEVNAYLSNPSEYTSGMKSAGDAQA
RDNLERVIECLDLEKCESFQDCITWARLKFEDYFSNRVKQLTFTFPENSATSTGALFWSAPKRFPRPLQFMPNDPGHLQF
VLAASILRAETYGITIPDWAKNPNKLADAVDKVLVPDFQPRKGVKIETDEKATSLSTASIDDSAVINDLVTRLDDCLQKL
PPGFRMNPIQFEKDDDSNYHMDLIAGLANMRARNYSIPEVDKLKAKFIAGRIIPAIATSTAMATGLVCLELYKVVDRGHK
VEDYRNTFANLALPLFSMAEPVPPKVMKHRDMKWTVWDRWVVQDNPTLKELLKWLKDKGLNAYSISCGSALLFNSMFPRH
KDRMDRKVVDLAKEVAKLEIPSYRRHVDVVVACEDDEDNDIDIPLISVYFR                             
>Acoe_030_00241                                                                 
MELRFVVVGLGLGFSILISIVLKFLFENKQSSSDQQQLSFLNLFIFLLFSMGCGAILSSFLLYMLPRKRAAEGRAEVVVV
DSDNSNKKARIDYLSSCKSSKSSSEEVEIVRSSVDMAFGDIDEDLHSRQLAVYGRETMRRLFASNILISGMQGLGAEIAK
NLILAGVKSVTLHDEGNVELWDLSSNFIFSEVDVGKNRALASLQKLQELNNAVIVSTITGPLTTEQLSEFQAVVFTDISL
GKAIEFDDYCHNHQPPISFIKAEVRGLFGGVFCDFGPKFTVVDVDGEEPHTGIIASISNDNPALVSFVDDERVEFQDGDL
VVFSEVQGMKELNDGKPRRVKNARPYSFILDEDTTNYGAYERGGIVTQAKQPKTLHFKQLKDALQDPGDFLLSDFSKFDR
PPLLHLAFQALDMFICELGRFPVAGSEEDAQKLLLMANNINENMGDGRLQEVDKTILQHFAFGSRAVLNPMAAMFGGIVG
QEVVKACSGKFHPLFQFFYFDSVESLPTTPLDPTDLKPVNSRYDAQISVFGSQFQKKLEQANVFIVGSGALGCEFLKNLA
LMGVCCSNKGKLTITDDDVIEKSNLSRQFLFRDWNIGQAKSTVAASAASSINSHLHAEALQNRVSPETENVFNDTFWENL
DVVINALDNVTARLYVDQRCLYFQKPLLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMCTLHSFPHNIDHCLTWA
RSEFEGLLEKTPAEVNAYLSNPIEYTSAMEKAGDAQARENMEHVLNCLDGDKCETFQDCITWSRLKFEDYFSNRVKQLTF
TFPENSTTSSGAPFWSAPKRFPHALEFSIDDPGHLNFIMAASILRAETFGIPIPDWAKNPKKLADAVNKVIVPDFQPKEG
VKIVTDEKATNPTPASIDDAAVIDDLIRRLDECHKKLPPDFRMNPIQFEKDDDTNYHMDLIAGLANMRARNYSIPEVDKL
KAKFIAGRIIPAIATTTAMATGLVCLELYKVLDGGHKVEDYRNTFANLALPLFSMAEPVPPKVIKHQNLTWTVWDRWILQ
GNPTLRELLDWLKDKGLNAYSISYGACMLYNSMFPRHKERMDQRVVDLVRDIAKVTLPPYRRHLDVFVACEDDEDNDIDI
PQVSIYFR                                                                        
>Acoe_054_00140                                                                 
MGESTGRWRDLDKLLLRPGNIVSPNFEPGTELRDDLQTYARVLVVGAGGLGCELLKDLALSGFRNIDVIDMDRIEVSNLN
RQFLFRLQDVGKPKADVAAMRVMERVSGVNIIPHFCRIEDKDLDFYSNFTIIALGLDSIEARSYINGVACSFLEYDSDDN
PCEETIKPMVDGGTEGFKGHARVILPGKTPCFECTIWLFPPQVKFPLCTLAETPRTAAHCIEYAHLIKWDEVTTKSSFQF
CFCHSSSACSHMLLIMYILFQVHSGKSFDADDPEHMQWVYSEAVKRAELFGIPGVTYSLTQGVVKNIIPAIASTNAIISA
ACALEALKIMSGCSKTMSNYLTYNGLAGLHTKVTEFVREKDCLVCGPGVLLELDTSVTLQKFIELIGEHPLLLLSKPSVT
YRGKTLYMQAPPVLEEMTRSNLKLPLYDLMDKVAKDVIHVNGMTSKNDTKQSCLLKLRIVFKGIDGMTDMDMASGAMGES
TGRWRDLDKLLLRPGNIVSPNFEPGTELRDDLQTYARVLVVGAGGLGCELLKDLALSGFRNIDVIDMDRIEVSNLNRQFL
FRLQDVGKPKADVAAMRVMERVSGVNIIPHFCRIEDKDLDFYSNFTIIALGLDSIEARSYINGVACSFLEYDSDDNPCEE
TIKPMVDGGTEGFKGHARVILPGKTPCFECTIWLFPPQVKFPLCTLAETPRTAAHCIEYAHLIKWDEVHSGKSFDADDPE
HMQWVYSEAVKRAELFGIPGVTYSLTQGVVKNIIPAIASTNAIISAACALEALKIMSGCSKTMSNYLTFVIPYCLFFLYL
NEVTKYNGLAGLHTKVTEFVREKDCLVCGPGVLLELDTSVTLQKFIELIGEHPLLLLSKPSVTYRGKTLYMQAPPVLEEM
TRSNLKLPLYDLMDKVAKDVIHVNGMTSKNDTKQSCLLKLRIVFKGIDGMTDMDMASGAMGESTGRWRDLDKLLLRPGNI
VSPNFEPGTELRDDLQTYARVLVVGAGGLGCELLKDLALSGFRNIDVIDMDRIEVSNLNRQFLFRLQDVGKPKADVAAMR
VMERVSGVNIIPHFCRIEDKDLDFYSNFTIIALGLDSIEARSYINGVACSFLEYDSDDNPCEETIKPMVDGGTEGFKGHA
RVILPGKTPCFECTIWLFPPQVKFPLCTLAETPRTAAHCIEYAHLIKWDEVHSGKSFDADDPEHMQWVYSEAVKRAELFG
IPGVTYSLTQGVVKNIIPAIASTNAIISAACALEALKIMSGCSKTMSNYLTYNGLAGLHTKVTEFVREKDCLVCGPGVLL



ELDTSVTLQKFIELIGEHPLLLLSKPSVTYRGKTLYMQAPPVLEEMTRSNLKLPLYDLMDKVAKDVIHVNGMTSKNDTKQ
SCLLKLRIVFKGIDGMTDMDMASGAMGESTGRWRDLDKLLLRPGNIVSPNFEPGTELRDDLQTYARVLVVGAGGLGCELL
KDLALSGFRNIDVIDMDRIEVSNLNRQFLFRLQDVGKPKADVAAMRVMERVSGVNIIPHFCRIEDKDLDFYSNFTIIALG
LDSIEARSYINGVACSFLETIKPMVDGGTEGFKGHARVILPGKTPCFECTIWLFPPQVKFPLCTLAETPRTAAHCIEYAH
LIKWDEVHSGKSFDADDPEHMQWVYSEAVKRAELFGIPGVTYSLTQGVVKNIIPAIASTNAIISAACALEALKIMSGCSK
TMSNYLTYNGLAGLHTKVTEFVREKDCLVCGPGVLLELDTSVTLQKFIELIGEHPLLLLSKPSVTYRGKTLYMQAPPVLE
EMTRSNLKLPLYDLMDKVAKDVIHVNGMTSKNDTKQSCLLKLRIVFKGIDGMTDMDMASGAMGESTGRWRDLDKLLLRPG
NIVSPNFEPGTELRDDLQTYARVLVVGAGGLGCELLKDLALSGFRNIDVIDMDRIEVSNLNRQFLFRLQDVGKPKADVAA
MRVMERVSGVNIIPHFCRIEDKDLDFYSNFTIIALGLDSIEARSYINGVACSFLGHARVILPGKTPCFECTIWLFPPQVK
FPLCTLAETPRTAAHCIEYAHLIKWDEVHSGKSFDADDPEHMQWVYSEAVKRAELFGIPGVTYSLTQGVVKNIIPAIAST
NAIISAACALEALKIMSGCSKTMSNYLTYNGLAGLHTKVTEFVREKDCLVCGPGVLLELDTSVTLQKFIELIGEHPLLLL
SKPSVTYRGKTLYMQAPPVLEEMTRSNLKLPLYDLMDKVAKDVIHVNGMTSKNDTKQSCLLKLRIVFKGIDGMTDMDMAS
GAMGESTGRWRDLDKLLLRPGNIVSPNFEPGTELRDDLQTYARVLVVGAGGLGCELLKDLALSGFRNIDVIDMDRIEVSN
LNRQFLFRLQDVGKPKADVAAMRVMERVSGVNIIPHFCRIEDKDLDFYSNFTIIALGLDSIEARSYINGVACSFLEYDSD
DNPCEETIKPMVDGGTEGFKGHARVILPGKTPCFECTIWLFPPQVKFPLCTLAETPRTAAHCIEYAHLIKWDEVTTKSSF
QFCFCHSSSACSHMLLIMYILFQVHSGKSFDADDPEHMQWVYSEAVKRAELFGIPGVTYSLTQVY               
>Bdis_1g16680                                                                   
MLPTKRPPSPSGAGAEDGGDAKRPRLGESGTTDDRALPPPQEIDEDLHSRQLAVYGRETMRRLFASHVLVSGLNGLGAEI
AKNLALAGVKSITIHDVKNVEMWDLSANFFLSEDDVGKNRAVACVAKLQELNNAVLISTLTEELTTEHLSKFQAVVFTDI
SLDKAYEFDDYCHSHQPPISFIRTQVCGLFGSVFCDFGPNFTVLDVDGEDPHTGIIASISSDNPAIVSCVDDERLEFQDG
DLVVFSEVHGMAELNDGKPRKVKNARPFSFSIEEDTSKFGNYIKGGIVTQVKEPKVLCFKTLRDAIRDPGDFLLSDFSKF
ERSPVLHLAFQALDKFMKDCGRYPVAGCEEDAQSFLKISADINEASVDRKLESIDEKLLRQFASGSRAVLNPMSAMFGGI
VGQEVVKACSGKFHPLYQFFYFDSVESLPTHPLDPQDLKPSNSRYDAQVSVFGSKIQKKLEEANAFVVGSGALGCEFLKN
LALMGVACSGKGKLTITDDDIIEKSNLSRQFLFRDWNIGQAKSTVAATAASVINPSLLVDALQNRACPETENVFDDTFWE
GLDVVINALDNVNARMYMDQRCLYFSKPLLESGTLGAKCNTQMVIPRLTENYGASRDPPEKQAPMCTVHSFPHNIDHCLT
WARSEFEGLLEKTPNEVNSYLSNPAQYAAAMRKAGDAQARELLERVSECLDKDRCSTFDDCITWARMKFEDYFSNRVKQL
TFTFPEDAATSTGTPFWSAPKRFPRALQFSAADTSHLNFIMSASILRAESFGIAIPDRAKNTSKLADVVKKVKVHMFEPK
KGVNIVTDEKATNLSSTSVDDVSVIDDLLAKLEEYAKRLPSGFQMKPIQFEKDDDTNFHMDLISGFANMRARNYSIPEVD
KLKAKFIAGRIIPAIATSTAMATGLVCLELYKVIDGKHPIEDYRNTFANLALPLFSMAEPVPAKETEHQNLSWTVWDRWC
IKRNLTIAELLQWLAEKGLTAYSISCGTSILYNSMFPRHKDRLNKKVVDVAKEVAKVEIPEYRSHLDICVACEDENENDV
DIPVVSVYFR*                                                                     
>Bdis_1g23100                                                                   
MASAASEEAVKAAKVLMVGAGGIGCELLKTLALTGFSDIHLIDLDTIEVSNLNRQFLFRKSHVGQSKAHVARDAVLKFRP
KINISSYHANVKDAQFNVDFFKQFNVVLNGLDNLDARRHVNRLCLAAEVPLVESGTTGFLGQVTVHVKGKTECYECQPKP
VPKSYPVCTITSTPSKFVHCIVWAKDLLFAKLFGDKNQDNDLNVHSKDGSSSKSDVFERDVDEDLDQYARRIYDHVFGYN
IEVALDNEETWKNRRRPTPVYIRDTLPEETVQQNGTSRECNNGHEEPSAMASLGFRNPQEIWTLADNSRVFLETLKLFFE
KRQKEIGNLIFDKDDQLAVELVTSAANIRAHSFGIPLHSLFEAKGVAGNIVHAVATTNAMIAGLIVIEAVKVLQGDYKNY
RMTYCLEHAKRKMLLMPVEPFEPNESCYVCSETPLLLDVNTKTTKLREVIDKIIKSKLGMNLPLVMIGSTLVFEDGDGLE
EDEAANYALNLEKVLAELPAPVINGTKLTVEDFQQELSCSINIKHREEFDEEKEPDGMVLSGWSAPVEKQVTSNGGKLAA
SSSSAHDTVGDASANPGTKRKLDEVLESKENCDASSSAQVIEDDDDTIMLDEDPTLLKKKRSQ*                
>Bdis_1g65330                                                                   
MDRLAATLHFLSWDAGPAGRDAARAGWRLVGAEPNVAAGGPQGAAAPVAALAADLGIGARGPRPRRGVRACASNLTAAPH
VQGLRRPGALAVGAGEEATGAKSRVAAAAASAINSSLHIDALQNRARPDTEHVFNDALWERLDVVINALDNVDARMYMDM
RCLYFQKPLLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMCTVHSFPHNIDHCLTWARSEFEGLLEKTPNEMNSF
LSKPAEYVAAMRKAGDAQAREFLERARECLDKERCDRFEDCITWARLKFEDYFSNHVKQLTFIFPEDAATSTGAPFWSAP
KRFPHPVQFSAVDSSHVQFILVASILRAVSFGIPVPDWAKNMGNLADAASKVAVPEFEPKSGVKIETDEKAANLSSASVD
DAVVIEDLLTKLEACAKKLPPGFQMKPIQFEKKNYIYMYTYYVYQLQLRTAMATGLVCLELYKVLSGGHTVEDYRNTFAN
LAIPMFSMAEPVPPKVIKHQDMRWTVWDRWSIQGNITVAELLKWLSDKGLSAYSDRLNRKMVDVAQEVAKVDVPAYRRHF
DVVVACEDDDGNDIDIPLISIYFR*                                                       
>Bdis_2g10270                                                                   
MASPDAEAPPPTEPERWRDLDILLSRPGNLVHATFQPSPGLRDDIGSFVEVLVVGAGGLGCELLKDLALSGFKNLHVIDM
DTIDVSNLNRQFLFRVQDVGKPKAEVAAKRVMERVSGVNIVPHFCRIEDKELEFYNQFQIIVLGLDSIEARSYINSVACG
FLEYDSDDKPIPKTAKPMVDGGTEGFKGHARVIMPGTTPCFECNIWLFPPQVKFPLCTLAETPRTAAHCIEYAHLIKWDE
VHTGKPFDADNAEHMQWIYSEALQRAELFGISGVTYSLTQGVVKNIIPAIASTNAIISAACALEALKLVSGCSKSVLNYL
TYNGLVGTHIKVTEFVRDTDCLVCGPGTLIELDTSSTLSEFIKMLEKHPKLLMSKASVTHEGNNLYMQSPEVLEQMTRQN
LSIPMFELLKGASFVTVHVSGMAESNGNKVSSLRKLRVLFKGVEEASKMDTTESS*                        
>Bdis_4g26790                                                                   
MLPRKRGAAVASEEDPHKKARPAGSAQDDMAMAARPAAEIDEDLHSRQLAVYGRETMKRLFASNVLLSGLQGLGAEIAKN
LVLAGVKSVTLHDEGDVELWDLSSNFFLSEKDVGHNRAQACVQKLQELNNAVIISTLSGDLTKEQLSNFQAVVFTDITLE
KAVEFDDYCHSHQPPIAFIKSEVRGLFGSVFCDFGPEFTVLDVDGEEPHTGIVASISNDNPALVSCVDDERLEFQDGDLV
VFSEVHGMTELNDGKPRKIKNARPYSFTLEEDTSSFGSYARGGIVTQVKPPKVLKFKPLKAAIEEPGEFLMSDFSKFDRP
PLLHLAFQALDKFRSELRRFPIAGSTDDVQRLIDFAVSINETLGDGKLEAIDKKLLHHFASGSRAVLNPMAAMFGGIVGQ



EVVKACSGKFHPLYQFFYFDSVESLPVEPLEPADLKPQNTRYDAQISVFGAKLQNKLEQAKIFMVGSGALGCEFLKNLAL
MGISCDQTGNLTVTDDDVIEKSNLSRQFLFRDWNIGQPKSTVAATAAMAINSKLHVEALQNRASPETENVFNDAFWENLD
AVVNALDNVTARMYIDSRCVYFQKPLLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMCTVHSFPHNIDHCLTWAR
SEFEGLLEKTPTEVNGFLSNPSAYVAAARTAGDAQARDQLERVIECLHNDKCETFQDCITWARLKFEDYFSNRVKQLTFT
FPEDAMTSSGAPFWSAPKRFPRPLKFSSSDPSQLNFILAASILRAETFGIPIPDWAKTPNKVAAEAVDKVIVPEFQPKQG
VKIVTDEKATSISSASVDDAAVIEELIAKLEEISKTLPPGFHMNPIQFEKDDDTNFHMDVIAGFANMRARNYSIPEVDKL
KAKFIAGRIIPAIATSTAMATGFVCLELYKVLAGGHKVEDYRNTFANLAIPLFSIAEPVPPKTIKHQDLSWTVWDRWTVT
GNITLRELLEWLKQKGLNAYSISCGTSLLYNSMFPRHKERLDRKVVDVAREVAKMEVPSYRRHLDVVVACEDDDDNDVDI
PLVSVYFR*                                                                       
>Bdis_4g44880                                                                   
MLPRKREIGAGEVEDLGKKTRAAEAPEAGRQKDSAATMAAGRGHEIDEDLHSRQLAVYGRETMKRLFGSNVLVSGLQGLG
AEIAKNLVLAGVKSVTLHDDGNVELWDLSSNFFFSEKDVGKNRAQACVQKLQELNNAVLISALTGDLTKEHLSNFQAVVF
TDISLEKAVEFDDYCHSHQPPIAFIKSEVRGLFGSVFCDFGPEFTVLDVDGEEPHTGIVASISNDSSALVSCVDDERLEF
QDGDLVVFSEVHGMTELNDGKPRKVKNARPYSFFLEEDTSSFGEYVRGGIVTQVKPPKVIKFKPLKEAMVEPGEFLMSDF
SKFDRPPLLHLAFQALDKFRSEFSRFPVAGSTDDVQRVIDFAIGINETLGDKKLEEIDTKLLHHFASGSRAVLNPMAAMF
GGIVGQEVVKACSGKFHPLYQFFYFDSVESLPVEPLESGDLKPENTRYDAQISVFGSKLQKKLEQAKIFMVGSGALGCEF
FKNLALMGISCGQDGKLTVTDDDVIEKSNLSRQFLFRDWNIGQPKSTVAATAAMAINPKLHVEALQNRASPETENVFNDA
FWENLDAVVNALDNVTARMYIDSRCVYFQKALLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMCTVHSFPHNIDH
CLTWARSEFEGLLEKTPTEVNAFLSNPSTYVSAARTAGDAQARDQLERVIECLDKDKCETFQDSITWARLKFEDYFSNRV
KQLTFTFPEDSMTSSGAPFWSAPKRFPRPVEFSSSDPSQLSFILAAAILRAETFGIPIPEWAKTPNKLAAEAVDKVIVPD
FQPKQGVKIVTDEKATSLSSASVDDAAVIEELIAKLEEISKTLPSGFHMNPIQFEKDDDTNFHMDVIAGFANMRARNYSI
PEVDKLKAKFIAGRIIPAIATSTAMATGLVCLELYKALAGGHKVEDYRNTFANLAIPLFSIAEPVPPKTIKHQELSWTVW
DRWTVTGDITLRELLGWLKEKGLNAYSISCGTSLLYNSMFPRHKERLDRKVADVAREVAKMEVPSYRRHLDVVVACEDDD
DNDVDIPLVSVYFR*                                                                 
>Sbic_01g038300                                                                 
MVAGADVGGGGSSNGSGVVEIDEDLHSRQLAVYGRETMRQLFASNVLISGLNGLGAEIGAVACVAKLQELNNAVLIHTLT
EELTTEHLSKFQVVVFTDISLDKAFEFDDYCRNHQPPISFIKTEVCGLFGSVFCDFGPEFTVLDVDGEDPRTGIIASITI
SSDSDNHTIVSCVDDERLDFQDGDLVVFSEVQGMTELNDGKPRTVMCTGPFSFCIEDTSNFGTYTKGGIVTQVKERKILK
FKSLRDSIREPGDFPLCDFSKFTRPPLLHFAFIALDKFRKEFGRFPGVACGLDAQRFVEFTASINEATIDYKIEGELDEN
LLRLFASGSKAVLNPMATMFGGIVGQEVVKACSGKFHPLYQFFYFDSVESLPTHQLDPKDLKPLNSRYDAQISVFGSKLQ
KKLRDANVFVVGSGALGCEFLKNLALMGVSCSRRGKITITDDDVIEKSNLSRQFLFRDWNIGQPKSTVAATAASAINSCL
HIDALQNRACLETEHVFHDAFWEGLDVVINALDNVNARMYMDMRCLYFQKPLLESGTLGTKCNTQVVIPHLTENYGASRD
PPEKQVPMCTVHSFPHNIDHCVTWARSEFEGLLEKTPKEVNSFLSNPSQYAAAMKMAGDAQARELLDRVCECLEKECCET
FDDCITWARLKFEDYFSNRVKQLTFTFPEDAATSMGTPFWSAPKRFPHPLEFSAADSSHIHFIMSASILRAVSFGISIPD
WAKDTDNLADAVSKVAVPEFKPKSGVKIETDEKTKNISTSASVDDAAIIEDLLTKLEACAKKLPPRFQMKPIQFDKDDDT
NFHMDLIAGLANMRARNYGIPEVDKLKAKFIAGRIIPAIATSTAMATGLVCLELYKVLARGHPIEDYHNTFANLALPMLT
ISEPLPPTVIKHQDMRWTVWDRWSIKGDITVAELLNWLSDKGLSAYSVSCGTSLLYNTMFPRHKDRLSKKIADVTKEVTK
VDIPEYRKHLDVVVACEDDNGNDVDIPLISIYFR*                                             
>Sbic_02g037850                                                                 
MAAATAAASSEEAVKAAKVLMVGAGGIGCELLKTLALSGFSDIHIIDLDTIEVSNLNRQFLFRQSHVGQSKAKVARDAVL
KFRPNINITPYHANVKDSNFNVDFFKQFNVVLNGLDNLDARRHVNRLCLAAEVPLVESGTTGFLGQVTVHVKGKTECYEC
QPKPVPKSYPVCTITSTPSKFVHCIVWAKDLLFAKLFGDKNQGNDLNVHSKDDSSSKTDVFERSVDEDLEQYAQRIYDHV
FGYNIEVALDNKETWKNRRKPNPIYIKDALPEDAVQQNGRSRDHMNEEQDPSAMVSLGLRNSQEIWSLAENSRVFLEALK
LFFEKREKEIGSLIFDKDDQLAVEFVTAAANIRASSFGIPLHSLFEAKGVAGNIVHAVATTNAIIAGLIVIEAIKVLKGD
YQDYRMTYCLEHPARKMLLMPVEPFEPSKSCYVCSETPVVLEVNTKTTKLREVIEKVIKSKLGMNLPLIMVGATLVFEDG
EDLEEDEIANYALNLEKVLAELPAPVLNGTTLTVEDFHQELKCSINIKHRDEFDEEKEPDGMVLAGWSGPVDKQITSNGE
NRSVPSSSNTEDVDGTAEDISAKPGMKRKLNEILEAKENFDALENPSDVGSSSAQVVEDDDDDELVMFDEDPRQSKKKRL
Q*                                                                              
>Sbic_02g043880                                                                 
MRCLRFLRRGFLAMLPSKRSAGADGGESKRAKLGESPSSAAAAVGTASNGTRNGAAPEIDEDLHSRQLAVYGRETMRRLF
AADVLVSGLNGLGAEIAKNLALAGVKSVTIHDVKMVEMWDLSGNFFLSEQDVGKNRAVACVSKLQELNNAVLVSALTEEL
TSEHFSKFQAVVFTDISLEKAYEFDDYCHSHQPPISFIKAEVCGLFGSVFCDFGPEFTVLDVDGEDPHTGIIASISNDSP
AMVSCVDDERLEFQDGDLVVFSEVQGMAELNDGKPRKVKNARPFSFSIEEDTSSYGVYTKGGIVAQVKEPKVLRFKALRD
AMRDPGDFLLSDFSKFERSPVLHLAFQALDKFKKEHGRYPTAGCEQDAQTFLKFAADINEASVGPKLENIDEKLLCHFAS
GSRAVLNPMAAMFGGIVGQEVVKACSGKFHPLYQFFYFDSVESLPTYQLDPQDLKPSNSRYDAQVSVFGSKLQKKMLDAN
IFIVGSGALGCEFLKNLALMGVSCSSKGKLTITDDDVIEKSNLSRQFLFRDWNIGQAKSTVAAAAAIAINPSLQIDALQN
RASPDTENVFHDTFWDGLDVVINALDNVNARMYMDMRCLYFQKPLLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAP
MCTVHSFPHNIDHCLTWARSEFEGLLEKTPNEVNSFLSNPAQYAAAMRKAGDAQARELLERVSECLDKERCNTFEDCITW
ARLRFEDYFSNRVKQLTFTFPEDAATSTGTPFWSAPKRFPRPLQFSATDSSHINFIMAASILRAESFGIAIPDWAKNASK
LADAVDKVAVPKFEPKKGVNIVTDEKATNLSSASVDDVAVINDLLTKLEEYAKGLPPGFQMKPIQFEKDDDTNFHMDLIA
GFANMRARNYSIPEVDKLKAKFIAGRIIPAIATSTAMATGLVCLELYKVIAGEHPIEDYRNTFANLALPLFSMAEPVPAK
VMKHQDLSWTVWDRWTIKGNLTVAELLQWFSDKGLSAYSMSCGTSLLYNSMFARHKDRLQKKVVDVAREVAKVEVPEYRK



HIDVVVACEDDDGNDIDIPLVSVYFR*                                                     
>Sbic_03g010860                                                                 
MASPDAEQPAPTEPERWRDLDMLLSRPGNLVEASFDPSPGLRDLLGSLVEVLVVGAGGLGCELLKDLALSGFKKLHVIDM
DTIDVSNLNRQFLFRVQDVGKSKAEVAAKRVMERVNGVNIVPHFCRIEDKEIEFYSQFHIIVLGLDSIEARSYINSVACG
FLEYDSNDNPLEETVKPMVDGGTEGFKGHARVIIPGKTPCFECNIWLFPPQVKFPLCTLAETPRTAAHCIEYAHLIKWDE
VHPGKPFDADDAEHMQWIYSEALKRAELFGISGVTYSLTQGVVKNIIPAIASTNAIISAACALEAFKLISGCSKSVSNYL
TYNGLEGTHIKVTEFIRDKDCLVCGPGTLIELDTTSTLSDFIKMLEEHPTLRMSKASVTHEGNNLYMQSPEVLEQMTRPN
LSVPMFELLKEVPYTTVHATGMAENNGKKVSSLRKLRVAFKGIEEASKMDTTVSS*                        
>Sbic_05g000520                                                                 
MLPRKRGVDAGEVQDLHNKAPRAAVPAQDKDKEVVAEMAARAPEIDEDLHSRQLAVYGRETMKRLFGSNVLVSGLQGLGA
EIAKNLVLAGVKSVTLHDDGKVELWDLSSNFFLSEKDVGQNRAQACVPKLQELNNAVIISTITGDLSKEQLSNFQAVVFT
DISIEKAVEFDDYCHSHQPPIAFIKSEVRGLFGSVFCDFGPEFTVLDVDGEEPHTGIVASISNDNPALVSCVDDERLEFQ
DGDLVVFSEVHGMTELNDGKPRKIKSARPYSFTLEEDTTSYGTYIRGGIVTQVKPPKVLKFKTLKEAIKEPGEFLMSDFS
KFDRPPLLHLAFQALDKFRTELARFPIAGSADDAQKLIDLAISINETLGDSKLEEIDKKLLQHFASGSRAVLNPMAAMFG
GIVGQEVVKACSGKFHPLYQFFYFDSVESLPVEPLEPSDLKPENSRYDAQISVLGAKLQKKLEQSKIFMVGSGALGCEFL
KNLALMGISCSQNGKLTVTDDDVIEKSNLSRQFLFRDWNIGQPKSTVAATAAMAINPKLHVEALQNRASPETENVFNDAF
WESLDAVVNALDNVTARMYIDSRCVYFQKPLLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMCTVHSFPHNIDHC
LTWARSEFEGLLEKTPTEVNAFLSNPGGYATAARTAGDAQARDQLERVIECLETDKCETFQDCITWARLKFEDYFSNRVK
QLTFTFPEDAMTSSGAPFWSAPKRFPRPLEFSSSDSSHLNFLLAASILRAETFGIPIPDWAKNPTKLAEAVDKVIVPDFQ
PKQGVKIETDEKATSLSSASVDDAAVIEELIAKLETISKTLPPGFHMNPIQFEKDDDTNFHMDLIAGFANMRARNYSIPE
VDKLKAKFIAGRIIPAIATSTAMATGLVCLELYKVLAGGHKVEDYRNTFANLAIPLFSMAEPVPPKTIKHQDMSWTVWDR
WTVTGNITLRELLEWLKEKGLNAYSISCGTSLLYNSMFPRHKDRLDKKVVDVAREVAKVEVPSYRRHLDVVVACEDDDDN
DVDIPLVSIYFR*                                                                   
>Sbic_08g000540                                                                 
MLPQKRGVDVGEVQDLHNKAPRAAASAQDRDKEVVAEMAGRAPEIDEDLHSRQLAVYGRETMKRLFGSNVLVSGLQGLGA
EIAKNLALAGVKSVTLHDDNKVELWDLSSNFFLSEKDVGQNRAQACVPKLQELNNAVIISTITGDLTKEQLSNFQAVVFT
DISTEKAVEFDDYCHSHQPPIAFIKSEVRGLFGSVYCDFGPEFTVLDVDGEEPHTGIVASISNDNPALVSCVDDERLEFQ
DGDLVVFSEVHGMTELNDGKPRKIKSARPYSFTLEEDTTSYGTYIRGGIVTQVKPPKVLKFKTLKEAIKEPGEFLMSDFS
KFDRPPLLHLAFQALDKFRSELARFPIAGSADDAQKLIDLAISINETLGDSKLEEIDKKLLQHFASGSRAVLNPMAAMFG
GIVGQEVVKACSGKFHPLYQFFYFDSVESLPVEPLEPSDLKPENSRYDAQISVFGAKLQKKLEQSKIFMVGSGALGCEFL
KNLALMGISCSQNGKLTVTDDDVIEKSNLSRQFLFRDWNIGQPKSTVAATAAMAINPKLHVEALQNRASPETENVFNDAF
WESLDAVVNALDNVTARMYIDSRCVYFQKPLLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMCTVHSFPHNIDHC
LTWARSEFEGLLEKTPTEVNAFLSNPGGYATAARTAGDAQARDQLERVIECLETDKCETFQDCITWARLKFEDYFSNRVK
QLTFTFPEDAMTSSGAPFWSAPKRFPRPLEFSSSDSSHLNFLLAASILRAETFGIPIPDWAKNPTKLAEAVDKVIVPDFQ
PKQGVKIETDEKATSLSSASVDDAAVIEELIAKLEAISKTLPPGFHMNPIQFEKDDDTNFHMDLIAGFANMRARNYSIPE
VDKLKAKFIAGRIIPAIATSTAMATGLVCLELYKVLAGGHKVEDYRNTFANLAIPLFSMAEPVPPKTIKHQDMSWTVWDR
WTVTGNITLRELLEWLKEKGLNAYSISCGTSLLYNSMFPRHKDRLDKKVVDVAREVAKVEVPLYRRHLDVVVACEDDDDN
DVDIPLVSIYFR*                                                                   
>Osat_LOC_Os01g16540                                                            
MSSPDEDPPTEPERWRDLDMLLSRPGNLVHADFNPSPGLRDSLGSLVEVLVVGAGGLGCELLKDLALSGFKNIHVIDMDT
IDVSNLNRQFLFRVQDVGKSKAEVAAKRVMERVSGVNIVPHFCRIEDKEIEFYSQFSIIVLGLDSIEARSYINSVACGFL
EYDSDDKPIPETLKPMVDGGTEGFKGHARVIIPGTTPCFECNIWLFPPQVKFPLCTLAETPRTAAHCIEYAHLIKWNEVH
PGKPFDADDAEHMQWIYSEALKRAELFGISGVTYSFTQGVVKNIIPAIASTNAIVSAACALEALKLISGCSKTVSNYLTY
NGLDGTHINVSEFAREKDCLVCGPGTLIELGTSTTLSEFIKMLEEHPKLLMSRASVTHEGDNLYMQAPEVLEQMTRPNLG
VPMFELLKGAARTTVHVTGMAENNGKKVSSLRKLRVTFKGVEESSKMDESS*                            
>Osat_LOC_Os03g18380                                                            
MLPTKRANGAEAESSSDAPAKKARVGASASEAEAMVAGEAGGGGGGVSGNGSEVAEIDEDLHSRQLAVYGRETMRRLFAS
NVLVSGLNGLGAEIAKNLALAGVKSITLHDMGNVEMWDLSGNFFLSEDDIGKNRAVACTAKLQELNNAVLISTLTEDLTN
EHLSKFQAVVFTDISLDKAFEFDDYCRNHQPSISFIKAEVCGLFGSVFCDFGPKFTVLDVDGEEPHTGIIASISNDNPAM
ISCVDDERLEFQDGDLVVFSEVQGMTELNDGKPRKIINARPYSFCIQEDTSKFGIYAKGGIVTQVKEPINLEFKSLRDSI
REPGNFLLSDFSKFDRPPLLHFAFLALDKFRKEFGRFPGAGCDQDAQRFIEFVASVNEATIDYKMDELDGKLLRNFASGS
RAVLNPMAAMFGGIVGQEVVKACSGKFHPQYQFFYFDSAESLPTYPLDSKDLKPLNSRYDAQISVFGSKLQKKMRDANVF
VVGSGALGCEFLKNLALMGVSCGLKGKLTITDDDIIEKSNLSRQFLFRDWNIGQAKSTVAAAAASAINSSLHINALQNRA
CPETEHVFHDKFWEGLDVIINALDNVNARMYMDMRCLYFQKPLLESGTLGPKCNTQMVIPHLTENYGASRDPPEKQAPMC
TVHSFPHNIDHCLTWARSEFEGLLEKTPNEVNSFISNPAQYAAAMRKAGDAQARELLERVCECLDKERCDGFEDCIAWAR
LKFEDYFANRVKQLTFTFPEDAVTSTGAFFWSAPKRFPRPLQFSTVNSSHIHFILAASILRAVSFGISIPDWAKNTSNLV
DAVSKVVVPEFEPKSGVKIETDEKASNISSASVDDASVIEDLLTKLEASAKKLPPGFQMKAIQFEKDDDTNFHMDLIAGL
ANMRARNYGIQEVDKLKAKFIAGRIIPAIATSTAMATGLVCLELYKVLAGGHPVEDYRNSFANLAIPMFSMAEPLPPKVI
KHQDMRWTIWDRWSIEGNITVAELLKWLSDKGLSAYSVSCGTSLLYNTMFPRHKDRVNKKLVDVAKEVAKVDVPAYRRHL
DVVVACEDDDGNDVDIPLISIYFR*                                                       
>Osat_LOC_Os07g39780                                                            
MASSPASAASEEEAVKLFGVQAAKVLMVGAGGIGCELLKTLALSGFRDIHIIDLDTIEVSNLNRQFLFRQSHVGQSKAHV



ARDAVLKFRPNINITSYHANVKDAQFNVEFFKQFNVVLNGLDNLDARRHVNRLCLAAEVPLVESGTTGFLGQVTVHVKGK
TECYECQPKPVPKSYPVCTITSTPSKFVHCIVWAKELLFAKMFGDKNQDNDLNVRSNESGTSKSDVFERNADEDLDQYAR
RIYDHVFGYNIEVALENEETWKNRRRPNPIYIRDTLPEEAIRQNGSSRDINNEQEEPSAMVSLGLRNPQEIWSLADNSRV
FLEALKLFFEKREKEIGNLVFDKDDQLAVEFVTTAANIRASSFGIPLHSLFEAKGVAGNIVHAVATTNAIIAGLIVIEAI
KVLHGDYKKYRMTYCLEHPSRKMLLMPIEPFEPNKSCYVCSETPLLLEVNTKTTKLREVIEKIIKSKLGMNLPLVMIGST
LVFEDGEGLEEDEAANYALNLEKVLAELPAPVVNDTKLTVEDFQQELSCSINIKHRDEFDEEKEPDGMVLSGWSAPVEKQ
VTSNGGNQSVASSSGADYADGIVEDISTKPGMKRKLDEVLELKENCDASSSAQVVEDDDDDDLVMLDENPKLAKKKRLQ*
MASSPASAASEEEAVKAAKVLMVGAGGIGCELLKTLALSGFRDIHIIDLDTIEVSNLNRQFLFRQSHVGQSKAHVARDAV
LKFRPNINITSYHANVKDAQFNVEFFKQFNVVLNGLDNLDARRHVNRLCLAAEVPLVESGTTGFLGQVTVHVKGKTECYE
CQPKPVPKSYPVCTITSTPSKFVHCIVWAKELLFAKMFGDKNQDNDLNVRSNESGTSKSDVFERNADEDLDQYARRIYDH
VFGYNIEVALENEETWKNRRRPNPIYIRDTLPEEAIRQNGSSRDINNEQEEPSAMVSLGLRNPQEIWSLADNSRVFLEAL
KLFFEKREKEIGNLVFDKDDQLAVEFVTTAANIRASSFGIPLHSLFEAKGVAGNIVHAVATTNAIIAGLIVIEAIKVLHG
DYKKYRMTYCLEHPSRKMLLMPIEPFEPNKSCYVCSETPLLLEVNTKTTKLREVIEKIIKSKLGMNLPLVMIGSTLVFED
GEGLEEDEAANYALNLEKVLAELPAPVVNDTKLTVEDFQQELSCSINIKHRDEFDEEKEPDGMVLSGWSAPVEKQVTSNG
GNQSVASSSGADYADGIVEDISTKPGMKRKLDEVLELKENCDASSSAQVVEDDDDDDLVMLDENPKLAKKKRLQ*     
>Osat_LOC_Os07g49230                                                            
MRCLRFLRRGLLSMLPTNKRAAGTDDDRPTDPKRPKVAQNGSTNGVVVPEIDEDLHSRQLAVYGRETMRRLFASHVLVSG
LNGLGAEIAKNLALAGVKSVTLHDVKNVEMWDLSANFFLSENDIGKNRAAACVSKLQELNNAVLVSALTEELTTDHLSKF
QAVVFTDIGLDKAYEFDDYCHSHCPPISFIKAEVCGLFGTVFCDFGPEFTVLDVDGEDPHTGIIASISNDNPALVSCVDD
ERLEFQDGDFVVFSEVHGMAELNDGKPRKVKNARPFSFCIEEDTTKYDMYIKGGIVTQIKEPKILRFKSLRDAMRDPGDF
LLSDFSKFERSPVLHLAFQALDKFKKEYGRYPAPGCEQDAQSFLKCAADINEALTDHKLDTIDEKLFRHFASGSRAVLNP
MAAMFGGIVGQEVVKACSGKFHPLYQFFYFDSVESLPTYPLDSEDIKPSNSRYDAQISVFGSKLQKKLEEANTFVVGSGA
LGCEFLKNLALMGVSCSPKGKLTITDDDVIEKSNLSRQFLFRDWNIRQAKSTVAAAAASAINPNLCIDALQNRACPDTEN
VFHDTFWEGLDVVINALDNVNARMYMDMRCLYFQKALLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMCTVHSFP
HNIDHCLTWARSEFEGLLEKTPGEVNSFLSNPAQYAAAMRKAGDAQARELLERVSECLGKERCSLFEDCIRWARLKFEDY
FSNRVKQLTFTFPEDAATSTGAPFWSAPKRFPRPLQFSVSDPSHIHFIMSASILRAESFGIAIPDWAKNTSKLADAVSEV
AVPQFEPKKGVSIVTDEKATSLSSASVDDVSVIDDLLAKLEECAKRLPPGFQMKPIQFEKDDDTNFHMDLISGFANMRAR
NYSIPEVDKLKAKFIAGRIIPAIATSTAMATGLVCLELYKVIAGEHPIEDYRNTFANLALPLFSMAEPVPPKVMKHQDMS
WTVWDRWSIKGNLTVAELLQWFSDKGLTAYSISCGTSLLYNNMFARHKERLNKKVVDVAREVAKVDVPEYRKHLDLVAAC
EDDDGNDIDIPLVSVYFR*MLPTNKRAAGTDDDRPTDPKRPKVAQNGSTNGVVVPEIDEDLHSRQLAVYGRETMRRLFAS
HVLVSGLNGLGAEIAKNLALAGVKSVTLHDVKNVEMWDLSANFFLSENDIGKNRAAACVSKLQELNNAVLVSALTEELTT
DHLSKFQAVVFTDIGLDKAYEFDDYCHSHCPPISFIKAEVCGLFGTVFCDFGPEFTVLDVDGEDPHTGIIASISNDNPAL
VSCVDDERLEFQDGDFVVFSEVHGMAELNDGKPRKVKNARPFSFCIEEDTTKYDMYIKGGIVTQIKEPKILRFKSLRDAM
RDPGDFLLSDFSKFERSPVLHLAFQALDKFKKEYGRYPAPGCEQDAQSFLKCAADINEALTDHKLDTIDEKLFRHFASGS
RAVLNPMAAMFGGIVGQEVVKACSGKFHPLYQFFYFDSVESLPTYPLDSEDIKPSNSRYDAQISVFGSKLQKKLEEANTF
VVGSGALGCEFLKNLALMGVSCSPKGKLTITDDDVIEKSNLSRQFLFRDWNIRQAKSTVAAAAASAINPNLCIDALQNRA
CPDTENVFHDTFWEGLDVVINALDNVNARMYMDMRCLYFQKALLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMC
TVHSFPHNIDHCLTWARSEFEGLLEKTPGEVNSFLSNPAQYAAAMRKAGDAQARELLERVSECLGKERCSLFEDCIRWAR
LKFEDYFSNRVKQLTFTFPEDAATSTGAPFWSAPKRFPRPLQFSVSDPSHIHFIMSASILRAESFGIAIPDWAKNTSKLA
DAVSEVAVPQFEPKKGVSIVTDEKATSLSSASVDDVSVIDDLLAKLEECAKRLPPGFQMKPIQFEKVSILSTSFCKSRFK
ILVDIYPPSSI*                                                                    
>Osat_LOC_Os11g01510                                                            
MLTRKREELAGEVHDLHKKTRADDEPADDNHTMTTGRAPEIDEDLHSRQLAVYGRETMKRLFASNVLVSGLNGLGAEIAK
NLVLAGVKSVNLHDDDNVELWDLSSNFFLTEKDVGQNRAQTCVQKLQELNNAVIISTITGDLTKEQLSNFQAVVFTDISL
EKAVEFDSYCHNHQPPIAFIKSEIRGLFGSVFCDFGPEFTVLDVDGEEPHTGIVASISNDNPALVSCVDDERLEFQDGDL
VVFSEVHGMSELNDGKPRKIKNARPYSFTLEEDTTSYGTYVRGGIVTQVKPPKVLKFKTLKDAIKEPGEFLMSDFSKFDR
PPLLHLAFQALDKFRNDLRRFPIAGSSDDVQRLIDFAISINESLGDSKLEELDKKLLHHFASGSRAVLNPMAAMFGGIVG
QEVVKACSGKFHPLYQFFYFDSVESLPVEPLEPAELKPENTRYDAQISVFGSNLQKKLEQAKIFMVGSGALGCEFLKNLA
LMGISCNQNGKLIVTDDDVIEKSNLSRQFLFRDWNIGQPKSTVAATAAMAINPKLHVEALQNRASPETENVFNDAFWESL
DAVVNALDNVTARMYIDSRCVYFQKPLLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMCTVHSFPHNIDHCLTWA
RSEFEGLLEKTPTEVNAFLSNPGGYATVARTAGDAQARDQLERVIECLEREKCETFQDCITWARLKFEDYFSNRVKQLTY
TFPEDAMTSSGAPFWSAPKRFPRPLEFLTSDPSQLNFILAAAILRAETFGIPIPDWVKNPAKMAEAVDKVIVPDFQPKQG
VKIVTDEKATSLSSASVDDAAVIEELIAKLEAISKTLQPGFQMKPIQFEKDDDTNYHMDVIAGFANMRARNYSIPEVDKL
KAKFIAGRIIPAIATSTAMATGLVCLELYKVLGGGHKVEDYRNTFANLAIPLFSMAEPVPPKTIKHQDMAWTVWDRWTIT
GNITLRELLDWLKEKGLNAYSISCGTSLLYNSMFPRHKERLDKKVVDVAREVAKVEVPPYRRHLDVVVACEDDDDNDVDI
PLVSIYFR*                                                                       
>Osat_LOC_Os12g01520                                                            
MLTRKREDLAGEVVHDLHKKTRADDEPADDNHTMTTGRAPEIDEDLHSRQLAVYGRETMKRLFASNVLVSGLNGLGAEIA
KNLVLAGVKSVTLHDDDNVELWDLSSNFFLTEKDVGQNRAQTCVQKLQELNNAVIISTITGDLTKEQLSNFQAVVFTDIS
LEKAVEFDSYCHNHQPPIAFIKSEIRGLFGSVFCDFGPEFTVLDVDGEEPHTGIVASISNDNPALVSCVDDERLEFQDGD
LVVFSEVHGMSELNDGKPRKIKNARPYSFTLEEDTTSYGTYVRGGIVTQVKPPKVLKFKTLKDAIKEPGEFLMSDFSKFD
RPPLLHLAFQASASFCKWFQGCSEPYGCNVWWHSELKPENTRYDAQISVFGSNLQKKLEQAKIFMVGSGALGCEFLKNLA



LMGISCNQNGKLTVTDDDVIEKSNLSRQFLFRDWNIGQPKSTVAATAAMAINPKLHVEALQNRASPETENVFNDAFWESL
DAVVNALDNVTARMYIDSRCVYFQKPLLESGTLGAKCNTQMVIPHLTENYGASRDPPEKQAPMCTVHSFPHNIDHCLTWA
RSEFEGLLEKTPTEVNAFLSNPGGYATVARTAGDAQARDQLERVIECLEREKCETFQDCITWARLKFEDYFSNRVKQLTY
TFPEDAMTSSGAPFWSAPKRFPRPLEFLTSDPSQLNFILAAAILRAETFGIPIPDWVKNPAKMAEAVDKVIVPDFQPKQG
VKIVTDEKATSLSSASVDDAAVIEELIAKLEAISKTLQPGFQMKPIQFEKDDDTNYHMDVIAGFANMRARNYSIPEVDKL
KAKFIAGRIIPAIATSTAMATGLVCLELYKVLGGGHKVEDYRNTFANLAIPLFSMAEPVPPKTIKHQDMAWTVWDRWTIT
GNITLRELLDWLKEKGLNAYSISCGTSLLYNSMFPRHKERLDKKVVDVAREVAKVEVPPYRRHLDVVVACEDDDDNDVDI
PLVSIYFR*                                                                       
>Smol_XP_002990914                                                              
MLPKKRTAATGEEGSSKQSKRVRPGDSSALAAQQCDLVMGGDGGTAAVPSDVEIDEDLHSRQLAVYGRETMRRLFGANVL
VSGLQGLGVEIAKNVILAGVKSVTIHDSGTVELWDLSSQFYFSEADVGKNRAFACVDKLKELNNAVNISVLTTELTEEIL
SNYQVVVFTDSSLEEGIRFNNFCHNHSPPIAFIKADIRGIFGSVFCDFGPDFTVVDVDGEEPHTGIIASISNDNPAVVCC
VDDERLEFQDGDLVLFNEVKGMVELNDGRPRKIKNARPYSFTLEEDTTGYCAYEAGGIVTQVKQPKVLNFKTLEEAIQNP
GDFLLSDFSKFDRPPLLHLAFRALDAFCAQEGRFPAPGSGEDAQALIAIAKRLNDSAGDQKLDNIDESILTKFASGSKAV
LNPMAAMFGGIVGQEVLKACSGKFHPLFQFFYFDSLESVPSEPLSAEDAAPTGGRYDAQIAVFGRQVQQKLENAKVFVVG
AGALGCEFLKNLALMGVACGSGKLTVTDDDVIEKSNLSRQFLFRDWNIGQAKSTVASTAALSINSSLNAEALQNRISQDT
ENIFDDVFWGGLDVVINALDNVKARLYVDSRAVYFQKPLLESGTLGPKCNTQMVIPHLTENYGASRDPPEKQAPMCTLHS
FPHNIDHCLTWARSEFEGLLEKTPSEANAFLSNPQEYKSSARSAGDALSREMLERIVECLVMERCHTFEDCIVWARKRFE
DYFVNRVKQLTYTFPEDSTTSSGARFWSAPKRFPRALQFSSTDPSHLSFVASAAILRAETYGIPRPVWVLDPKQLGEVVD
KINLPEFKPKQGVKIVTDEKATNLTASSLDDAAVIDQLISTLDDGTKSLPTGFRLVPIQFEKDDDTNYHMELIAALANMR
ARNYEIPEVDKLKAKFIAGKIIPAIATTTALATGLVCLELYKVFQDKGVEDYRNTFANLALPLFSMAEPVPPKSFKHGEL
AWSIWDRWVIQGDLTLTELLEWFQAKGLTAYSISCGQSLLYNSLFPRHKERLGRKVSELAKEVAKLDIPPNRKHFDVIVA
CEDDEGEDWDVPLVSICFR                                                             
>Smol_XP_002990668                                                              
MDEVLYSRLMHSIGRKAVEWLSSSRVLVLGCRGMGAEVAKNLALSGVASVGLVDEGTVCVEDLGCQMLLKEGDVGSNRAV
ATARTLRELSPCVDAIAISEAALESSLKDFQLLVVTMGTLPYIAHVNRMCREAGVMLVAAISRGVFSFVFVDLGECFSVL
DETGEPVSPVLVEGITQDSPATVTVVEEQRHGLEDGDEVVFSGISGMEELNHRASYPVTVTGSCSFTIPEDTRGFNRYVS
GGYFHKKRPVKKMSFLPMDKSINSPEFCISDPAKAGRTPCLHIAFQAADEYERQHGDADSSSSANEEACSSDSGAGRRDG
TSGLDEELVKLVAQGGSVEICPIVAITGGIAAQEAIKALSKVFMPVHQWFYFDATECLPLKSSSLEERTPLGSRYDSQAA
LFGREFQQKLSSSQWLVVGAGGIGSEVLKNLVLMGVGCGTSGRIVMTDMDSVSKANLVDQALYHIDDLDRPKTPTAARAL
RRINPAAQIHALQEKFDASSESLFDTSFFESMTGVISAVDNSTSRLYIDMRCVNYRRPLIDGGKHGAKGSVQVFVPFQSE
MYASTRDPPEHREFPICTLKNFPYAPEHTLKWAVETFEALFKQRPVDVNSYLSKRDFQDSMRKSPASTRLPILETLRDAL
VLQRPLSFDACVQWARLQFEELFTNNIKQLLYNFPAGMTTSAGTPFWSGTKRIPTPLAFHPSDPLHMDFIIAAANLQATV
YGLKGCRDHSLFVDIVQRVAVPHFQPKEGIKIAVSDSEVRNPQRRGQDDSDATAACEAILQELPTPPSLVGYRLTPLEFE
KDDEHNFHADFIAAAANLRAHNYGIPLSTKLQARLIGGGIIPAIITSTSVVGGLICLELYKLLLQKPLSDYRHSYFNLAV
PLFCFAQPMKAFEHTVARSQGGLLNWTLWDKFEMDCVGMPLESFLLNFKQQQGLEITMVSYGKSLLYAEFLPRKKLQDRF
PVTLLDLVTSVGKVAVPPTETKLVFSVSCTDADGNDVEVPDVIVKVR                                 
>Smol_XP_002990197                                                              
MRFGNAQKSRVLMVGAGGIGCELLKTLVLTGFHNIDIIDMDTIEVSNLNRQFLFRKRHVGQSKAKVAREAVLKFRPDANV
TSYHANVKDEQFNVDFYQQFQVVLNGLDNLDARRHVNRLCLAAGVPLIESGTTGYLGQVTVHVKGKTECYECQPKPAPKT
YPICTITSTPSKPVHCIVWAKELVLVKLFGDRSQASDLNLQAADSDHEDFLQLRDAETISDFCARVFDQIFGHNIEVALK
NEDQWKNRRRPTPLFLSGVLPEGIETCKAHRFSDSILSVMPLLGFKNPQEVLSLQDNARLFISAMRAILETRTKEIGSLT
FDKDDQLAMEFVSSAANLRAYSFGIPVMSIFDAKGIAGNIIHAIATTNAIIAGLIVIEAVKILMKDLDHCRMTYCVEHPS
RKRLLMPADPFEPNPNCYVCSNTPLILEVNTVHTKLKDVIDRILRTKLGVSSPVIMHGTSLLFETGDDLGKEEIQLYTSN
SEKVLAELPTPVTNGGVLSVEDLQQEFKCSIHIRHRDNFDEEKEPDGMVLIGWSSSVAEQEKDKEKPIAAPAASAEIIDD
DDITLIEPAAKKRKPEDDSVPLGKKQKVLE                                                  
>Smol_XP_002982764                                                              
MGGDGGAVAVPSDVEIDEDLHSRQLAVYGRETMRRLFGANVLVSGLQGLGVEIAKNVILAGVKSVTIHDSGTVELWDLSS
QFYFSEADVGKNRAFACVDKLKELNNAVNISVLTTELTEEILSNYQVVVFTDSSLEEAIRFNNFCHNHNPPIAFIKADIR
GIFGSVFCDFGPDFTVVDVDGEEPHTGIIASISNDNPAVVCCVDDERLEFQDGDLVLFNEVKGMVELNDGRPRKIKNARP
YSFTLEEDTTGYCAYEAGGIVTQVKQPKVLNFKTLEEAIQNPGDFLLSDFSKFDRPPLLHLAFRALDAFCAQEGRFPAPG
SGEDAQALIAIAKRLNDSAGDQKLDNIDESILTKFASGSKAVLNPMAAMFGGIVGQEVLKACSGKFHPLFQFFYFDSLES
VPSEPLSAEDAAPTGGRYDAQIAVFGRQVQQKLENAKVFVVGAGALGCEFLKNLALMGVACGSGKLTVTDDDVIEKSNLS
RQFLFRDWNIGQAKSTVASTAALSINSSLNAEALQNRISQDTENIFDDVFWGGLDVVINALDNVKARLYVDSRAVYFQKP
LLESGTLGPKCNTQMVIPHLTENYGASRDPPEKQAPMCTLHSFPHNIDHCLTWARSEFEGLLEKTPSEANAFLSNPQEYK
SSARSAGDALSREMLERIVECLVTERCHTFEDCIVWARKRFEDYFVNRVKQLTYTFPEDSTTSSGARFWSAPKRFPRALQ
FSSTDPSHLSFVASAAILRAETYGIPRPVWVLNPKQLGEVVDKINLPEFKPKQGVKIVTDEKATNLTASSLDDAAVIDQL
ISTLDDGTKSLPTGFRLVPIQFEKDDDTNYHMELIAALANMRARNYEIPEVDKLKAKFIAGKIIPAIATTTALATGLVCL
ELYKVFQDKGVEDYRNTFANLALPLFSMAEPVPPKSFKHGELAWSIWDRWVIQGDLTLTELLEWFQAKGLTAYSISCGQS
LLYNSLFPRHKERLGRKVSELAKEVAKLDIPPNRKHFDVIVACEDDEGEDWDVPLVSICFR                   
>Smol_XP_002969004                                                              
MDEVLYSRLMHSIGRKAVEWLSSSRVLVLGCRGMGAEVAKNLALSGVASVGLVDEGTVCVEDLGCQMLLKEGDVGSNRAV



ATARTLRELSPCVDAIAISEAALESSLKDFQLLVVTMGTLPYIAHVNRMCREAGVMLVAAISRGVFSFVFVDLGECFSVL
DETGEPVSPVLVEGITQDSPATVTVVEEQRHGLEDGDEVVFSGISGMEELNHRVSYPVTVTGSCSFTIPEDTRGFNRYVS
GGYFHKKRPVKKMSFLPMDKSINSPEFCISDPAKAGRTPCLHIAFQAADEYERQHGDADSSSSANEEACSSDSGAGRRDG
TSGLDEELVKLVAQGGSVEICPIVAITGGIAAQEAIKALSKVFMPVHQWFYFDATECLPLKSSSLEERTPLGSRYDSQAA
LFGREFQQKLSSSQWLVVGAGGIGSEVLKNLVLMGVGCGTSGRIVMTDMDSVSKANLVDQALYHIDDLDRPKTPTAARAL
RRINPAAQIHALQEKFDASSESLFDTSFFESMTGVISAVDNSTSRLYIDMRCVNYRRPLIDGGKHGAKGSVQVFVPFQSE
MYASTRDPPEHREFPICTLKNFPYAPEHTLKWAVETFEALFKQRPVDVNSYLSKRDFQDSMRKSPASTRLPILETLRDAL
VLQRPLSFDACVQWARLQFEELFTNNIKQLLYNFPAGMTTSAGTPFWSGTKRIPTPLAFHPSEPLHMDFIIAAANLQATV
YGLKGCRDHSLFVDIVQRVAVPHFQPKEGIKIAVSDSEVRNPQRRGQDDSDATAACEAILQELPTPPSLVGYRLTPLEFE
KDDEHNFHADFIAAAANLRAHNYGIPLSTKLQARLIGGGIIPAIITSTSVVGGLICLELYKLLLQKPLSDYRHSYFNLAV
PLFCFAQPMKAFEHTVARSQGGLLNWTLWDKFEMDCVGMPLESFLLNFKQQQGLEITMVSYGKSLLYAEFLPRKKLQDRF
PVTLLDLVTSVGKVAVPPTETKLVFSVSCTDADGNDVEVPDVIVKVR                                 
>Smol_XP_002992493                                                              
MRFGNAQKSRVLMVGAGGIGCELLKTLVLTGFHNIDIIDMDTIEVSNLNRQFLFRKRHVGQSKAKVAREAVLKFRPDANV
TSYHANVKDEQFNVDFYQQFQVVLNGLDNLDARRHVNRLCLAAGVPLIESGTTGYLGQVTVHVKGKTECYECQPKPAPKT
YPICTITSTPSKPVHCIVWAKELVLVKLFGDRSQASDLNLQAADSDHEDFLQLRDAETISDFCARVFDQIFGHNIEVALK
NEDQWKNRRRPTPLFLSGVLPEGIETCKAHRFSESILSVMPLLGFKNPQEVLSLQDNARLFISAMRAILETRTKEIGSLT
FDKDDQLAMEFVSSAANLRAYSFGIPVMSIFDAKGIAGNIIHAIATTNAIIAGLIVIEAVKILMKDLDHCRMTYCVEHPS
RKRLLMPADPFEPNPNCYVCSNTPLILEVNTGHTKLKDVIDRILRTKLGVSSPVIMHGTSLLFETGDDLGKEEIQLYTSN
SEKVLAELPTPVTNGGVLSVEDLQQEFKCSIHIRHRDNFDEEKEPDGMVLIGWSSSVAEQEKDKGKPIAAPAASAEVIDD
DDITLIEPAAKKRKPEDDSVPLGKKQKVLE                                                  
>Smol_XP_002977437                                                              
MEARWRDIDFLLQRPGKLVSDGFEPGPEVCSAAQCVCLVIGSSLSLQLREFLRDFKILVIGAGGLGCEMLKDLALSGFGN
IDVIDMDTIDVSNLNRQFLFRMHDVGKPKAQVAAEKIMQRIKGVTVTPHYGRIEDKDIEFYREFQLIVLGLDSLEARSYI
NSIACSFLEYNEDGELDMSTIKPMVDGGTEGFKGHARVILPGFTPCFHCTLWLFPPQVTYPLCTLAETPRSPAHCIEYVH
LIQWGQDREGESFNPDNPEHMTWMYEQALKRAEQFNISGVTYSLTQGVVKNIIPAIASTNAIVSAICSLEALKLATMCSK
GLDNYMMYSGTQGVYTHTVSYEKDSSCMVCSPGVPVEVDSSITLQEFIDMLLLDARFKDKLSKPSVSFQGTNLYMQAPPV
LEEMTRPNLQSSLLSLMGSKGVLNVNDRKLAGVLRVQVAFRNVPTPMAV                               
>Smol_XP_002975016                                                              
MEARWRDIDFLLQRPGKLVSDGFEPGPEVCSAARSVCLVIGSSLSLQLREFLRDFKILVIGAGGLGCEMLKDLALSGFGN
IDVIDMDTIDVSNLNRQFLFRMHDVGKPKAQVAAEKIMQRIKGVTVTPHYGRIEDKDIEFYREFQLIVLGLDSLEARSYI
NSIACSFLEYNEDGELDMSTIKPMVDGGTEGFKGHARVILPGFTPCFHCTLWLFPPQVTYPLCTLAETPRSPAHCIEYVH
LIQWGQDREGESFNPDNPEHMTWMYEQALKRAEQFNISGVTYSLTQGVVKNIIPAIASTNAIVSAICSLEALKLATMCSK
GLDNYMMYSGTQGVYTHTVSYEKDSSCMVCSPGVPVEVDGSITLQEFIDMLLLDARFKDKLSKPSVSFQGTNLYMQAPPV
LEEMTRPNLQSSLLSLMGSKGVLNVNDRKLAGVLRVQVAFRNVATPMAV                               
>Php_XP_001782137                                                               
MDVDNASDAGINSSAVVSALSKEANELWYSRLIYTLGRGAVNLLNQSRVLVLGCKGLGAEVAKNLVLSGVQGLGLVDDEV
VVLADLGANFCLSEADVGRNRAVATAQKLKEMYPSADIVTLSSVAVESSLGSYGFIVATSGSYPDLIHLNSVCRSLGVPF
VAANCRGVFSFVFADFGDNFSILDETGEPAGPILLEGITQDFPATVTVVEEQRHGLENGDKVVFSGIKGMEELNRDTPYL
VTVTGVHSFIIQEDTRAYGRYLSGGYFTKLKTPKHVEFLSLEKALLSPKFCFSDSVKASQALAIHVGFQAVDEFERRHVA
DASSPPRTTGIEAAGGVLPTGLHHSSFDAIEETVRLIALGAHVELCPIAAVTGGIAAQEAIKALTRVFTPVQQWLYFDAV
ECLPSPSLASEERLPCGSRYDHQIALFGREFQEKLGSLQWLVVGAGGLGCESLKDLVLMGVGCSSNGNITVTDMDTVSKP
NLIDQVLYQPEDVGRAKAPTAARALRNINPAAQIHALQVRFDPETEAIFDSSFFNSIAGVFSALDTSSSRLYLDTRCVSN
RRPMVDGGKHGTKGSVQVFVPFQTEMYASTRDPPEHKEMPICTIRNFPYAMEHTIRWAVETFESLFKLRPVDVNSYLSSR
DFQESTRKSPASSRLPILETLRDALVRHRPLSFDSCVQWARLQFEDLFSNSIKQLCFNFPADMTTSAGAPFWSGTKRFPT
PVTFDATDDLHLEFIMAAANLQAIVYGLKGCQDRAIFLDLLQRVVVPPFEPKEGVKIAVTDNELRNRSNSHKSSGDNDAA
ATCERILRELPAPASLAGYRLVPIEFEKDDELNYHAEFVAAASSLRGRNYGIPSADKLQARLLGGGVVPAISTTTSVVGG
LMCLELYKLIQEKPFTQHKHAYFNLAVPLLTFAQPIKAFEHTDFDPLVWTLWDRFEMDCQNMTLKKFLSEFQRQHGLQIT
MLSYGKSFLYADFLPASKMKDRMSLTLLDLITTIGKVTLPPTETKISFCISCIDANRDDVEVPDVVAKVR          
>Php_XP_001781478                                                               
MADSLGGSSRWVDLDRLLVRPGNLVGPGFEPGPELLESLQNDFRVLVIGAGGLGCELLKDLALSGFGLIHVIDMDTIDVS
NLNRQFLFRIQDVGKPKAEVAAARVMQRVKGVTVVPHFCRIEEKDVSFYQDFQIIVLGLDSIEARSYINSVVCGFLVYEE
DGSPDMTTIKPLVDGGTEGFRGHARVIYPGLTPCFHCSLWLFPPQVTFPLCTLAETPRSPAHCIEYAHLIQWGQERQGET
FDADNPEHMKWIYDQALKRGAQFNISGITYSLTQGVVKNIVPAIASTNAIVAATCALEILKIATMFSTGMDVYMQYTGTE
GIYMRTVPHDKDPNCTMCSAGVPVDVDNTITLQKFIDQLLKDSRFKLKLSKPSVSYHGTNLYMQAPPVLEEMTRPNLQLP
LLGLMDGNTSGVLNINDRRLTGVLRVRVTFKEGPDSVDMDTVGGV                                   
>Php_XP_001778266                                                               
MGSVAYSHQALAIANLTMADSLTASRWADLDRLLLRPGNLVGPGFEPGPELLDSLQNDLRVLVIGAGGLGCELLKDLALS
GFGHIDVIDMDTIDVSNLNRQFLFRMQDVGKPKAEVAAQRVMQRVKGVTVVPHFCRIEEKDVSFYQDFQIIVLGLDSLEA
RSYINSVVCGFLEYEEDGSPNLATLKPLVDGGTEGFKGHARVIFPGITPCFHCSLWLFPPQVTFPLCTLAETPRSPAHCI
EYAHLIQWGQERQGESFDADNPEHMKWIYDQAVKRGEQYNISGITYSLTQGVVKNIVPAIASTNAIVAATCALETLKIAT
MCSTGMDVYMQYTGTEGIYMRTVPHDKDPNCIMCSPGVPVEVDNTITLQKFLDQLLKDSRFKLKLSKPSVSYHDHNLYMQ



APPVLEEMTRPNLQQSLLDLMDGNTVGVLNINDRRLTGVLRVRVTFKEGLDSIDMDTVGGG                   
>Php_XP_001775802                                                               
KVLMVGAGGIGCELLKTLVLTGFKHIHLVNFWSCTCGSPLPQIDMDTIEVSNLNRQFLFRKSHVGQSKARVAREAVLKFR
PGVEIVAHHANVKNQEFDIDFFKQFSVVLNGLDNLDARRHVNRMCLAAGVPLVESGTTGYLGQVTVHIKGQTECYECQPK
PVPKSYPVCTITSTPSKFIHCIVWAKDLALAKLFGDKGQVSDLDVRPTSNEDNAVSNDPDETQFFEVRSGESSRAYAERV
FDRIFGQNIVTALRNEDTWKARRRPDPLFLNKIFFEDDAVTMNGVCSSIDNVSATANLGLKNPQEVWSVKENSSVFLESV
ELFLEKRSKDVGKLVFDKDDQLAVEFVTAAANLRAHSFGIPSQSLFEAKGMAGNIIHAIATTNAIIAGLIVLEALKLLSN
RAKECRMTFCVEHPSGKMLLMPVDMAEPNPRCYVCSETPLVLELNTATATMREVVKKVVKRKLGVTDPVIMQSSTLLHEA
GDDIEEDMVAYYTTLLDKKFQDYPTPITTGVVLTIEDYHQDFRCSLHVKHRETFDQEKEPEGMVLSGDLASLNTTETAAE
STSTLNASLKAENGHTEVEDDDVVMVELAPKAATAGTKRRIEEEETQHTEKRLRVMEV                      
>Php_XP_001765171                                                               
MAPDSNMEVEIDEDLHSRQLAVYGRETMRRLFGAQVLISGLQGLGVEIAKNVILAGVKSVTLHDAGNVELWDLSAQFYFT
EEDVGKNRALACADKLKELNTAVLVTTSTGDITEQLLSAHSVVVFTDITLDKAIEIDEFCHRREPAIAFIKADIRGVFGS
VFCDFGPSFTVVDVDGEEPHTGIIASISNDNPALVTCVDDERLELQDGDLVTFSEVHGMSELNDGRPRRVKGTRPYSFLL
EDDTTGYGAYEKGGIFTQVKLPKVLKFQPLREALDNPGEFLLSDFAKFDRPPLLHLAFQALDAFRVEVGRFPAPASESDA
NKLVDIAHRINEEKPIDQKLDTIDGSIVKLLGSGSRAVLSPMAAMFGGIVGQEVVKACSGKFHPLYQFFYFDSVESLPAE
PLTPEDVKPLNSRYDAQIAVFGSKVQQKLEQSKLFLVGAGALGCEFLKNLALMGVSCGPKGNLTVTDDDVIEKSNLSRQF
LFRDWNIGQAKSTVASSAAIAINPSFNAVALQNRVSPNTENVFDDTFWEGLDLVVNALDNVNARLYIDSRCVYFQKPLLE
SGTLGTKCNTQVVIPNLTENYGASRDPPEKQAPMCTVHSFPHNIDHCLTWARSEFEGLLEKTPAEANAFLSKPEEYKTAA
KNAGDAQARELLERVVECLVTERCASFEECITWARLRFEDYFSNRVKQLTFTFPEDATTSNGLPFWSAPKRFPKPLQFFS
SDPSCLSFVAAAAILRATTFGISVPAWALDARKLAEAVDKVKVPDFAPKQGVKIVTDEKATSINSSSMDDDYQIEMLIKI
LDEGVKKLPPGFKMNPVTFEKDDDTNFHMDLIAGLANMRARNYSVPEVDRLKAKFIAGRIIPAIATTTAMATGLVCLELY
KVILGHNVERYRNTFANLALPLFSMAEPVPPKMFTHQNLKWSIWDRWVIAGDLTLKELLEWFGERGLTAYSISCGQSLLY
NNIFPKHRERMGKKVVDLARDIAKLDIPPNRRHFDIVVACEDVDGNDLDVPLVSICFR                      
>Php_XP_001762389                                                               
MVGAGGIGCELLKTLVLTGFKHIHLIDMDTIEVSNLNRQFLFRKSHVGQSKAKVAREAVLKFRPGVEIVAHHANVKNQEF
DIDFFKQFSVVLNGLDNLDARRHVNRMCLAAGVPLVESGTTGYLGQVTVHIKGRTECYECQPKPAPKSYPVCTITSTPSK
LIHCIVWAKELALAKLFGDKGQVSDLDVRSTSNEDNAVSNDPDEAEFFEVRSGESNRSYAERVFNRIFGQNIVTALQNED
TWKARRRPDPLFLDKVLTEEDAATQNNASSNDGTVSAMASLNLKNPQEIWSVKDNARVFLESIRLFLEKRSKDVGKIVFD
KDDQLAVEFVTAAANLRAHSFGIPMQSVFEAKGMAGNIIHAIATTNAIIAGLIVLEALKLLSNRTEECRMTYCVEHPSGK
MLLMPVEMAEPNPRCYVCSETPLVLELNTATATMREVIEKVVKRKLGVTDPVIMQGATLLHEAGEDIEEDMVAYYRALLD
KKFVDYPTPITTGVVLTVEDYHQDFRCSLHVKHRERARRDGSNR                                    
>Php_XP_001752631                                                               
MLPKKREVGEEAELGSNSLKRNRAESPSGSVVVGRNRELVMAADSNMEVEIDEDLHSRQLAVYGRETMRRLFGAHVLVSG
LQGLGVEIAKNIILAGVKSVTLHDAGNVELWDLSAQFYFTEEDIGKNRALACADKLKELNAAVDVNTSSGEITEQLLSAH
SVVVFTDIGLDKAIEIDDFCHRHEPVIAFIKADIRGVFGSVFCDFGPSFNVVDVDGEEPHTGIVASISNDNPALVTCVDD
ERLELQDGDLVKFSEVHGMPELNDGKPRRVKGTRPYSFLLEEDTTGYGAYEKGGIVTQIKLPKVLKFQPLKEALDNPGEF
LLSDFAKFDRPPLLHVAFQALDAFRSELGRFPAPASESDANKLVEIVHRINEAKPIDQKLDTIDDSIVKLLGSGSRAVLS
PMAAMFGGIIGQEVVKACSGKFHPLYQFFYFDSVESLPAEPLTPEDVKPLNTRYDAQIAVFGSKLQQKLEESKLFLVGAG
ALGCEFLKNLALMGVSCGPKGKLTVTDDDVIEKSNLSRQFLFRDWNIGQAKSTVASSAAIAINPSFRAVALQNRVSPNTE
NVFDDTFWEGLDLTVNALDNVNARLYIDSRCVYFQKPLLESGTLGTKCNTQVVIPNLTENYGASRDPPEKQAPMCTVHSF
PHNIDHCLTWARSEFEGLLEKTPAEANAFLSKPEEYKTAMKNAGDAQARELLERVVECLVTERCTTFDECIAWARTKFED
YFSNRVKQLTFTFPEDATTSNGLPFWSAPKRFPKHLQFSSSDPSCLSFVAAAAILRASTYGISVPAWALDAKKLAEAVDK
VKVSEFSPKQGVKIVTDEKATSLNASSMDDDYQIEMLIKTLDEGVKKLSPGFKMIPVTFEKDDDTNFHMDLIAGLANMRA
RNYSVPEVDKLKAKFIAGRIIPAIATTTAMATGLVCLELYKVILGHNVERYRNTFANLALPLFSMAEPVPPKTFSHQNLK
WSIWDRWVIAGDLTLKELLEWFEERGLTVYSISCGQSLLYNNIFPKHRERMGKKVVDLAMDIAKLDIPPNRRHFDIVVAC
EDDDGNDLDVPLVSICFR                                                              
>Php_XP_001773286                                                               
MDVDNAVDVEINVSASASAPVKEMSELRYSRLIHTLGRDAVNALSQARVLVLGCKGSGVEVAKNLVLSGVQGLGLVDDEV
VVLADLGAHFLLSEGDVGRNRAVATAQKLKEMYPSVNIVTLSSVSVESALGSYGCVVATSGFYPDLIRLNSLCRSLGVPF
VAASCRGVFTFVFSDFGDNFSVLDETGELAGAVLVEGITQDFPATVTVVEEQRHGLENGDEVVLSGIKGMEELNRDTPYS
VTVTGVHSFTIQEDTRSYERYVSGGYFSKLKKSKNMEFLSLEKALLSPKFCISDPVKEPQVMSLHVGFQAVDEFERRHAS
DTLSPSRSTAINPEQFQEVVVLAQEIWSHGNRFEVIEEIVRMIALGASVELYPVSAVTGGIAAQEAIKALTRVFTPIQQW
LYFDAVECLPSVPLAPEDTLPCGSRYDHQIALFGREFQDKLGCLQWLVVGAGGIGCEALKGLVLMGVGCSSNGSITITDM
DTVSKPNLIDQVLYQLEDVGRAKAPSAARALRTINPAAQIHALTERFDTETETIFDSSFFNSIAGVFSAVDTSSSRLYLD
TRCVSNRRPMVDGGKHGTKGSVQVFVPFQTEMYASTRDPPEHKELPICTLRNFPYATEHTLRWAVETFEALFKSRPADVN
AYLSSRDFQESIRKSPASSRLPVLNSLRDALIRYRPISFDACIQWARLQFEDLFSNNIKQLCFNFPASMTTTAGAPFWSG
TKRCPTPITFDPADNLHLDFIIAAANLQATIYGLKGCQDRAMFVDVLQRVVVPPFEPKEGIKIAVTDNELRNQSNQRKYL
GNSEDSDAAEACERLLRELPTPASLAGYRLVPVEFEKDDEHNYHAEFVAAASSLRGRNYGIPSTNKLQARLVGGRVLPSI
ATSTAVVGGLMCLELYKLVQGKPFTLHKHAYFNLAVPLFAFAQPIKALQHTHLDPLIWTLWDRFEMDCQNMTLETFLAEF
KRQQGLEITMLSFGKSLLYAEFLPRKKLQDRMPLSLIDLITTIGKVTLPPTETTIAFSISCTDAKDEDVEVPDVVAKVR 
>Crei_XP_001695180                                                              



MSKRTADGSTETPSAKKTATTMSAKGGAADGAHVEIDENLHSRQLAVYGREAMKRMATSSVLICGANGLGVEVAKNVILA
GVRGVTVHDTAKVALTDLSAQFYLTEQDVGRNRAEACREKLQELNTGVAVHAASGELTDAFVRQFQVVVATTAPLAEAKR
LDALCHAAGTAFIWAQTRGVFARVFTDFGPAFTVYDVNGEEPHSGIVASVSSGSPAMVTCVEDERLEFQDGELVSFSEVV
GMDKLNTHGPFKVKNCKAHSFEIEADTSSWGEYVRGGIVVQVKESKSLSFKKLEQALTEPGEFLLTDFSKLDRPGQLHVA
FQALDAFEAEHGRSPRPADAADAAALTAAAEQLNGGLAAGSAARLEAVDGAVVGKLAHCAGAEVSPMAALFGGVVGQEVV
KAVSGKFHPVFQWLYFDSLESLPEPEQLAAAGPEEYAPLGCRYDPQIAVFGRTMQRRLSQLQLFLVGAGALGCEFLKNFA
CMGVACGPLPGADAASTGRLTVTDDDVIEKSNLSRQFLFRDWDIGSSKSSVAAAAAQRINPGLAVTPLQNRVSPDTESVF
DDKFWQGLDLVVNALDNVNARLYVDSRCVYFGKPLLESGTLGPKCNTQMVIPRLTENYGASRDPPEKQAPMCTVHSFPHN
IDHCLTWARSEFEGLLEKAPREAASFLAAPADYAKAVRANPDASARQQLEAVAEVLLDGRAADFNACVAWARGRFQDYFH
NRIAQLTYTFPEDATTSTGAPFWSAPKRFPRPLNFDPKDPAHAAFVQAGAILRAEVFGIPRPDWADSAAKVAEVAAAVDI
PAFVPRAGVQIETDPKADRTKPAGADKTHDDEAVIEGLLGRLEGAVPGLAKEGFKLSPIQFEKDDDGNFHMDLIAGLANM
RARNYSIPEVDKLKAKLIAGRIIPAIATATAVATGLVCLELYKAVLPGKKLEAYRNTFANLALPLFAMAEPIPPKSTTYN
DLTWSLWDRWTLEGDLTVQQVLDWFSAKGLNAYSISCGPALLYNNIFPKHVERLGKKMSELVVSVAKMELPANRDHFDVV
VACEDDNDEDLDVPLVSIKWR                                                           
>Crei_XP_001690945                                                              
MDEAERWRDLDLLLTRPGRLVGPGFEPCPELREFLQSPDCRVLCVGAGGLGCEILKDLALSGVVHIDVIDMDTIDVSNLN
RQFLFRMKDVGQPKATVAAERINARVPGVKVTPHFGRIEDQPADWYRAFSLIVLGLDSLEARRYMNSVVCGFLEYDEEGQ
PDLATVKPMVDGGTEGFKGHARVILPGHTPCFECTLWLFPPQTKFPLCTLAETPRSPAHCIEYAHLILWGQVRQGEEFDT
DNEEHMKWVYDKAAERAKQYGIPGVTFQLTQGVVKNIIPAIASTNAIISAQCVLEALKTLTCFSTGLDNYMMYVGSTGLY
THTAKYEKDPSCPVCSAGVPLEVDPDATLQQVGACRPAVQRARRLLADPALGKLLAAPSVSYGSTDLYGRGVFEADTRPN
LARRLTELLGG                                                                     
>Vcar_XP_002953551                                                              
MDDIQMDDEERWRDLDLLLTRPGRLVGPGFEPCPELRAFLQSPDCRILCVGAGGLGCEILKDLALSGVVHIDVIDMDTID
VSNLNRQFLFRMKDVGQPKATIAAERINARVPGVRVTPHFGRIEDQPADWYRSFAIIILGLDSLEARRYMNSVVCGFLEY
DDTGQPDLSTVKPMVDGGTEGFKGHARVILPGHTPCFECTLWLFPPQTKFPLCTLAETPRSAAHCIEYAHLILWGQVRPG
EEFDTDSEEHMKWVYERAAERAKQYGIHGVTYQLTQGVVKNIIPAIASTNAIISAQCVLEALKTLTCFSTGLDNYMMYVG
STGLYTHTAKYEKDPNCPICSAGVPVEVDPDCTLQQFIDHLRSDPSLGKHLSAPSVSFGATNLFAHGVFEAETAPNLSRR
MADLVPDDGTILTVNDKRLRGPMRVRVRYSSSMKA                                             
>Vcar_XP_002949965                                                              
MAAAVKSIKSTTQRCCCRCRRSFRACGGPRAPSDPSLSPRCPGLVPPANVVEAERDTWPEASNLKGGSMVVLVVVVVKSA
KVLCVGAGGIGCELLKTLVCTGFRNIEVIDLDTIETSNLNRQFLFRKHHVGQSKANTAAQVVKGRFDVDFFRSFDLVLNG
LDNLEARRHVNRLCLAAERPLVESGTAGYLGQVTVHLKGRTECFECQPKPTPKSYPICTLRNTPDRPIHTIVWAKDLLFN
RLFGRPEAVSDLDDQAQREAGQHPTEAATAREAAPDGAAAAAAAAQPAEDPSFFLRREGEGSLEYAERVFRRVYDTDIEQ
LCGVKELWEKRPPPRPLRLSQLLPEADRAAVRGALDAAVGRAQSEGPGRQAISASRALGLNNASQKWTSAQNAAVLLLAI
GMYHELRKDEVGSASFDKDDDLAVDFVTAASNLRSSCYGIPEQSLFDAKGMAGNIIHAIATTNAIISGLIVTEALKVLAG
CLDAVRNTYLYEFPTGKRLLVVQQPDPPCKRCMTATLSSLLSGVIKKRLAVNTPNLLSGGFLYEEGEGLEQDEVEAYTAL
LPRTLAELPGGGLRHGSILTVQDQSQHFGVDVIVVHTADLREEDAPEGYLLEGDVPTAQQPQQQQAEAAVTAASAATGAA
EADAKEAPSAKRRHVDVKEEDGVLVLDDEEEEQLGGSAAAGGVPESAAPSLRKTAVCVVSSHSFSRSIGYRFCSTHTPKL
YTSSKGHGRKRPLESGNGEEEKEAVEPETKRAKVEAAIASTAPAPADDDDDVILIDDDD                     
>Vcar_XP_002947244                                                              
MSKRAGESSFDTPSAKKPTMSKSVAPDGGVGQVEIDENLHSRQLAVYGREAMKRLATSSVLISGANGLGVEIAKNVILAG
VRSVTVHDAVTVTMTDLSAQFYLAEQDVGRNRAEACRDKLQELNTSVAVHAAAGPLTNEFIKKFHVVVCTTATLREAKRL
DAICHSAGIAFIWAETRGVFARVFTDFGPSFTVYDVNGEEPHSGIVASVSSGSPAIVTCVEDERLEFQDGELVSFSEVVG
MEKLNTHGPFKVKNCRAHSFELDLDTSSWGEYVRGGIVVQVKEPKTLAFKTLDEALLNPGDFLLTDFSKLDRAAQLHVGF
QALDQFEAETGRAPRPADAADASKLHSLAEQINSALPAGSAKLEAVDGGVVTKLAHCASAEINPMAAMFGGIVGQEVVKA
VSGKFHPIFQWLYFDSIESLPDQEQLTAAGGAGADEYKPLGTRYDPQIAVFGRTMQRRLSSLKLFLVGAGALGCEFLKNF
ACMGVACQLQGAPQPGIVTVTDDDVIEKSNLSRQFLFRDWDIGSAKSTVAAAAAQKLNPAFQVVPLQNRVSPETENVFDD
KFWQGLDLVVNALDNVNARLYVDSRCVYFCKPLLESGTLGPKCNTQMVIPRLTENYGASRDPPEKQAPMCTVHSFPHNID
HCLTWARSEFEGMLEKGPREAASFLANPAEYAKAVRANPDASARQQLEAVAEVLLDNRSATFEQCIAWARLRFQDYFHNR
IAQLTYTFPEDATTSTGAPFWSAPKRFPRPLNFNPADPAHAAFVQAGAILRAEVYNISRPDWAVDASKVAAVAAGVDVPA
FAPRAGIQIETDPKADRSKPVQTERTHDDEAIIDSLLTRLEEVAQQLGSALKLGPIQFEKDDDTNYHMDLIAGLANMRAR
NYSIPEVDKLKAKLIAGRIIPAIATATAVATGLVCLELYKAILPGKALEAYRNTFANLALPLFAMAEPIPPKVTKHNDLT
WSLWDRWTLEGDLTVQQVLDWFNDRGLSAYSISCGPALLYNNIFPKHAERLSKKMSELVVTVAKMELPRNRDHFDVVVAC
EDDAGEDLDVPLVSIKFR                                                              
>Cvar_EFN56124                                                                  
MELEGRWRDLDYLLTRQGNVVGPGFEPGPEIREFLHNDCRVLVVGAGGLGCELLKDLALSGFGNIDVIDMDTIDVSNLNR
QFLFRMQDVGQSKAEVAARRIQQRIPGVTVTPHHCMIQDKALDFYEQFHVIVLGLDSLEARRYMNSVACSFLEYDEEGQP
DLATVKPMVDGGTEGFKGHARVLIPGVTPCFECTLWLFPPQTKFPLCTLAETPRSPAHCIEYAKIILWPKERPDDSFDAD
CEEHMKWVYDKALARAAEFGIQGVTYQLTQGVVKNIIPAIASTNAIVAAQCTLEALKMVTMCSTGLNNYMMYVGTDGVYT
LTTPYERDDKCPICSAGITFEVPPSTTLQQLIDQLVADPDLGKHLSAPSVSYGSTNLFMRGALEAQTRPNLEKPISDLVD
GDGSIVHVNDRKLVAAMKIRLKFSGSTNGTMEM                                               
>Cvar_EFN52106                                                                  



MAQRDGQWPYAAGSRELKRAVREARVLTVGAGGIGCELLKTLVTSGFRHIEVIDMDTIEMSNLNRQFLFRKRHVGMSKSV
VAAEAAKHMRPGIDITAWLGNVKEPRFGVDFFRRFDCVLNGLDNLEARRHINRLCLAAGVPLVESGTAGYLGQVSVHLKG
RTECFECQPKPTPKTFPVCTLRNTPDKPIHCVVWAKEMLFPLLFGVPEASDLNEAAAADGEGAASTADDPTFYRHRQGEG
SRQFAERVHLYGTKIVELRRMEDLWRNRRRPEPLDLDVLLLPAADGSGTATAGDSVAIGGAAKPVDVASSACRALGLKDV
HAVWDVPHSAAVFLMAVQLFVDGRSNELGSAQFDKDDALAVEFVTAAANLRAACYGIPMQSLFETKASRLSNIIHAIATT
NAIVSGLIVVEAQKLLAGAAGSCQTSFLHQQVCSKRLVSRMAAPEPNVACMVCGTAQAELAIDTNKMTLQQLVDRVRGGQ
IGFKVKLDSFLDPITTRQQQHWKDTLLRRLLAQLPGGGVVHNSILDIDDQEQCFKAQLIVKHREDWNSDQHPEGFVLSGG
LPTAQAEQLSAEAPADVGGRRDGRNDRRGPMPAHAGASELAALQETEDDVVLLASDDEEDATEAAVCTGGSIFWILFK  
>Cvar_EFN50459                                                                  
MGAGAGCALQNRVLPETEDVFDDGFWEGLDLVVNALDNVNARLYVDSRCVYFGKPLLESGTLGPKCNTQAVVPLLTENYG
ASRDPPERQAPMCTLHSFPHNIHHCLTYAR                                                  
>Otau_XP_003080559                                                              
MTTGPMEIDEDLHSRQLAVYGRETFRKLAGARVLIVGARGLGVEIAKNVVLAGVRGVGVAAREESRDADLAAQFYIDDDA
VKRGLARAEACAGKLQELNPAVEVRVETGNVLDRDTVAGYRAVVACEQTEETCKTLNELCRATGAAFIKADVRGVFGSVF
CDFGDAFDVVDVDGEEALTSIVASVSNDFPALVTCIEDERVEFQDGQRITFSEVRGMTELNGVTCVVKDVKKHSFKLDLD
TTSFSQYVGGGIATQVKETKTLKFSSYAEALESPGDFLLSDFAKMERSPQLHLAFGALDAYVAKHGAEPIPGSEADAEKF
VAEAEALNGRRKAVDEVDKDLLKTFAKTCRGYVSPMAAMFGGIVGQEVVKACTGKFHPLFQWFYFDSIESLPEELTEEDL
TPRGDRYDGQVMCFGRKMQDKLMSQKIFLVGAGALGCEFLKNFACMGLSCGSDGQITVTDDDVIEKSNLSRQFLFRDWNI
GQGKSVCASNAAKVINSGLNVKALENRVSPDTEDVFDDEFWQGLDIVVNALDNVNARLYVDSRCVYFQKPLLESGTLGTK
CNTQMVIPNMTENYGASRDPPEKSAPMCTLHSFPHNIDHCLTWARSEFEGAFEKSPAEANSYLSKPEEYAAGALANPDAS
ARENVEKAFDDEPIIKDLLAQLDAKRASMGPDYRLNVIEFEKDDDTNFHMDAIAGLSNMRARNYEIGEVDKLKAKFIAGR
IIPAIATTTAMATGLVCLELYKVLNGAKIEAYRNTFANLALPLFAMAEPIAAKHDKFKDLSWSMWDRWILEGDLTVQEVI
DHFEAKGLIAYSMSVGASLVYNNIFPKHRERLNQKLSELVQTIAKMEIPAKRRHFDIVIACEDDDGEDVDIPMVSIKFR 
>Otau_XP_003078790                                                              
XLLKTLALHGLKHHDDGPDTIDVSNLNRQFLFRKRHVGMSKPEVARESVMKFQPRATIDATRANVKEARFDKEYFKSFDV
VLNGLDNLEARRHVNRLCLAAEVPLVESGTTGYKGQVTVHERRTCACFECTEKPTPKSYPICTLRDTPDKPIHCVVYAKE
LLFSKLFGDVNTESDLDEQEAIEAGAFRRNEGETGTDFAKRVFAYVFGSKIEGLLLKDDMWKSRAKPTPLTTSGVGLDGA
FTETLPDAKSARRAHGLLDTHAVWNTSECAKVFVSATARLIERERPVTFDKDDDDAMDLFDAKGMGWATIVHAVATTNAI
VSGLIVIEALKIIHNQMDKTRYTFVLEHPSNGRFLQPLSKEDPNPKCSVCSNARVELVCNTNKFTKGDLIKKVLKGRLSV
HAPSVMFGSSQIHETGDDLDEDEVEHYEALDKRTLSALPGGGVVNGTILAVDDFSQEFTFELMVTHREEWDEENDPDGFI
IRGEDVKASEAVAEEATETEAAGAKDDDEVLLMDDEIEITDVKRAREDDDDAKASKKQRA                    
>Otau_XP_003078396                                                              
MSSRGRPRVEEAVLALARVVPSDSKIPLDADAPDPIAGAMSRLDVDARPPGAVDVMLKRAGRFTGPDFDPSEDISSVLRA
DWVRRASGFGNVDVIDMDTIDVSNLNRQFLFRSEDVGKSKAETAARRTRERVPTCEVTAHHGRIEDKEDGWYRQFDIIAL
GLDSLEARAYINSVCCGFLEYDEDGNVDPTTIKPLVDGGTEGFKGHARVIVPGMTPCFHCTMWLFPPQTTFPLCTLAETP
RSAAHCIEYAKLIQWPAERHGETFDPDVVEHMTWVYKKALKRAETFGIEGVTYSHTQGVTKNIIPAIPSTNAIIAAACVI
ETLKIATMCAKGMNNYIMYVGTDGVYSHTVEYERDPMCVMCSPGIAHSVSAYATLRDFMSSIVAAHPDSLSEPSVSYRGK
NLYLRGVLEDQFVDNLTARMVDLMGGRTEGLVVVNDKKMKKTSMRVRXX                               
>Mpus_Micpu162571                                                               
MQGDDDHPLREVDHRGDGPGRWRDIDYLLLRPGRFAGPGFEPGEDVKTLLHDHVKLLVVGAGGLGCELLKDLGLSGFKDI
HVIDMDTIDVSNLNRQFLFRDQDVGKSKAICAAEAIERRISGCKVTPHHCRIEDKPDEWYQQFHVLVMGLDSIEARSYLN
AVACGFLEFDENDEVIRETIKPMVDGGTEGFKGHARVIYPGITPCFECTRWLFPPQKGFPLCTIAETPRCAAHCVEYARL
IQWGKERPNETFDGDVQEHVAWVYERAKIRAEAHEIEGVTYRHTLGVVKNIIPAIPSTNAIVAAACALEVFKMVTMAVKG
MNNFMMYNGREGVYTHTVAYEKDDECPACSPGVRVEFSRDVALGDVVDACVKKFPNQCEKPSVSSATAGHLYMRGVFEEE
TRANLGKKLVDLDGTARRIDLEVNDKKMKRSLRLRVFLK*                                        
>Mpus_Micpu48526                                                                
MHPLYADGGGGYDTGGRLLPVLEPSHDASFAPLAHALGRDGTENAKSATAVVDGLDACGIEAARVLARSGLMSLVLVDDA
RVEQRDLDACSLFTTEDVVRGRSRAEALARCVNDATSNLKTPHTKVRSVAEADVAELMKQEESEGGFVDVVLSTRKDIDA
QKELNRKCAECDVERPQLEGQDTYLILPRRNVDHVFACALGCFAFAFVDAGERHDMKSKRTPTSSYENDRCFKVADDRVV
IPPVAMVESVVPDADERRADRGGRGCAATVCDAAAHGLSAGDRVEFTGVGGFEMRSTKRSTVTEVVNPHAFKVDLEHKYA
LSGVYTSGVYTSGVSALGGWVEQMPRERDVRFDALEETLKRARRIAEDIDAEVDFDFGVVQSGGHATLKFAGEVDVAHAL
VAELEALLTTTRPSSSSSPTPIVVDPRNPGASEAVALLRRGAKCEVLPVCKVAGAMAACEALKLITERHVPAKQWLVYDA
AELMLDGGGGGADGSTDRSKPAASVGELIGAKTVDAANALRVVVAGSGDVAREIRSHGVGDVTTLEEREEGAGDVGGRWR
EDDVPRDADVLVTALDDLSSRRAFDDLSVRRGVAMIDPGADGCRLSCHVAIPHVTAPWSHGPRDAPDWEPPSCVLGNFPH
VFAHCGKWARDRYAEIFVAPFRAARAYLDSSAAGDGFDDDVAAAVATERMKDPKAKLTELATIRDVLLADAPKTVGDCVR
WAARLFKRLFEDGPNEMLRSFPVDQKTAAGAPFWSGTKRAPKPIKYGGSNFHTRHYASFVVAAARARMLAYGLKPKKEGD
ENAETLREMDAMRTELAKLTQAPASATDDAAGAANKKRKREDDDDDEDAAARAAFDAIAAELSSKRVQISSLREPIAAYL
ATSAAFAPRDPIHAGFVAAAALSRARVYSIHLGRLEEYYDVVSVAADAKPGMPGVNALLAALVAVETYKLGALKARDAAK
PAPTPAPAPAFRNTYASVGANVHVSAAATALPCTTVATKTGTFRWSVWDVIDLGECGVAKGAGDALTLKRVIDAFKEKFG
LEVGAVSIGPSLLYADFMNPAKTKDKLERPLVDVLTEIGKMPPAEEGGGGEGAAAVAAVQLSIGACDENDDDVEGVPDVR
VLVRRSVRNSPLSLPARSFAAAAAAANPP*                                                  
>Mpus_Micpu36729                                                                



MTSTSAGHATVEKMTDLDIARASKVLMVGAGGIGCELLKTLALSGFADVELIDLDTIDVSNLNRQFLFRRRHVGMSKAKV
ARESVLAFRPDAKITAHHGNVKDAAFDVDFVSRFDVCLNGLDNLDARRHVNRLCLAASVPLVESGTTGYLGQVTTHVKDQ
TACFECVAKPTPKSHPICTLRDTPDKPIHCVVFSTDLLFPRLFSADPNAKSDLDEDDAVELNAFTRLEKESPAAFAAKVF
DYVFRRIQTLLAKTEMWEKRTPPTPLASFAELAGGASPDDVAAGADASLIETAACKALGLNDANAVWSVADAARVFVSSA
ARILSRDAAVNGGTDAFSKDDALAVEFVTACALLRSSNYGIAPMSLFDAKGMAGNIVHAVATTNAIVGGLIVLEALKVLR
NARCCAYKYTFVKQFASNNRLLEPIDADAPNPKCHVCGAARVELRCDATRMTLGSLIDDVLLKKIGMIAPEIQHPRTILH
EHDDGDSLDEDEVETYRKNRSTRLVDLPAGGVKSGDVLSVTDFSQKFEFELLVTHVPREEWDDEEHPEGFELRGDASGGK
GDDDDDADGGGGGGGDDDDDDDLCVVEDDDAVVVAGTAKRKRDDDDDDGDDDAGVGGKTIRSD*                
>Mpus_Micpu174924                                                               
MTAAGEIDEDLHSRQLAVYGRESMRRLAGASVLICGMRGLGAEIAKNVILAGVKAVTLQDTTACELSDLSAQFYLAEADV
GANRATACAGRLQELNPAVAVTVVADEISDALCAKHQVVVCTDVPLERATAIDAFCHDNGIAFVRGDVRGVFGSLFCDFG
PAFHVADTDGEEPHTCIVASVSNEATPMVTCVDDDRVELQDGQSVIFTEVRGMTELNDGKPRKIKNVKAHSFQLEEDTTS
YGAYTGGGIATQVKETKTLKFKTLKDAMADPGEFLLSDFSKLERSPALHLGFAALEKFAASNGGELPKPGDDADAAAVVA
VANELNAAAPAGAKLDDVDPDGVLTLLAKTSRGCVSPMCAMFGGVIGQEVVKACTGKFHPLFQWFYFDSVESLPPIETLT
AEEVAPEGSRYDAQIACFGRTLQRKIEKQKIFLVGAGALGCEFIKNFALMGLCCGEEGKVTVTDDDVIEKSNLSRQFLFR
DWNIGQAKSDCAANAAKAINAKLNVVPLQNRVSPDTEDVFDDAFWSGLDVVVNALDNVNARLYVDSRCVYFGKPLLESGT
LGTKCNTQMVIPGLTENYGASRDPPEKSAPMCTLHSFPHNIDHCLTWARSEFEGAFEKSPAEANAYLAKPEEYAAAARAA
GDASARENVEKAAECLLGSRCSTYEECVRWARLRFQEVFHDKIAQLVYTFPQDCVTSTGNAFWSAPKRFPHALTFSTSDA
SNLVLMRAMANLKAEVHGVTRPEWVTDDAAFAAAVDAVPVAPFEPKTGVKIETDPKATAAVSGSDMDDEATINDLLEKLD
AVRATFTADYRLEVIEFEKDDDSNFHMDAIAGLSNMRARNYDIPEVDKLKAKFIAGRIIPAIATTTAMATGLVCLELYKA
LNGAKMEAYRNTFANLALPLFAMAEPIAPKSFAFKDLKWTLWDRWVLEGDFTVKELLDWFAAKELTAYSVSCGQSLIYNN
IFPKHRERMDQKVSDLVRTVAKLEVPEKRSHFDIVVACEDEEGEDIDVPLVSIKFR*                       
>Cmer_CME143C                                                                   
MLVDSRATMEPSTRAQPCVSSLESLSALRVLLVGAGGIGCELAHGLVQLGVGCLHLVDLDRVDASNLNRQFLFRRSDIGR
LKSEAVVANLGRTLPGQGLELVAHAGDVRDTTKFSWNFFRSFDVVLNALDNLEARQHVNKMCIATRRLLIDTGSAGYLGQ
VVPILPGVSECYQCTPKSGTRQFAVCTIRSNPEKPAHCVAWAKHLFNHLFAPESAAESMLSDLDCRWDGQETPAAYTVRL
LRFLFVEEVTRQAAIRQEAGEQRRPRPLEGALLDDLETLTQQQQQQQQQQQQQQRLEALDERFAQQTSAWDVSTCLAVLN
EVVPRLCSCSKPRTFDKDDAEALAFVTAMSNLRAHCYRVEPLQSPFEVKGIAGGIVHAIAATNAMVAGLALTELCKWHQL
VQRTDNATDLKRARSVLRCVFVLRTPTPSRSRSESVLLLPEALAAPNKDCSICSRGKLAIALTSALTQVTLGQFIRECLH
GQLGIGTEAALLIGLCTRDARGEPCVALLYEDPDPADAITALANGDSPKDIGNNNDDDDDDEDERCLWRANCERSLASLG
VEASAELQIDAVQRKEEHGTQFQRLRFDVYLVPGTENTAATETNWRILEGSSIGEWETLPLPSSNDPDNERDENKSSRPD
SEVDLIEIDATDSETMAPAEDAAEASIPRKRYRASTESPDADTVLLIDP                               
>Cmer_CMI034C                                                                   
MLRLGDSVPPERVSRTQAESGAIDESLYSRQLYVLGHEAQRRLAGASVLVIGLTGTGTEIAKDLALAGFHALHVYDPAPL
ALQHMAANFYACDASLLGTPLHTVVVPHLVELNPYCHVYTEDAASWAELIDPDRIRGFAAVVLVNELSIDRHIELDRVCR
SVRVPLTIVQSRGVFGYVLNDFGDAHTVIDDNGEEPRSAHISHISNEEKACVTCLDDQRHDLEEGMYVMFTEVDGMPMFN
EPNRMFRVVQITSPYTFVIDADTREAGVYRRGGIVTEVKVPRTVHFHPVELLYRMAASTWDPESATLSDVVDPNWFASLD
FMNEERTFALHAMFQALSKFGRLPAPGTEAEVAAFKRMLPADIQEKHDALLNAFVRTVYGELAPMASILGGIAAQEVLKA
VTGKFTPIHQIFSFNAMEALPTPLPNELECAPRGTRYDGQIAVFGRALQDTIHDLAYFCVGAGAIAAELLKCWACMGLGL
ASHGGSIAITDMDTIERSNLNRQFLFRATDIGRSKSLAARDAALRLNPELNVRALEMRVGPDTEHVFSDDFWEPLDGVCT
ALDNVDARLYIDQRCVYYLKPLLDSGTLGTKGSTQVVVPYLTESYGSSRDPPERSIPMCTLKNFPYRIEHTLQWARDLFE
GLFKASIEDTKQYLERGSEYIAELEKQGPGIFSGALENVLENLQTYRPQNFKDCVVWARNKFEELYVNNIRQLLHAFPPD
MVDSSGQPFWSGTKRAPTPLRFDPADPLHLEFIVAAANLRAETFGIPLCTDREQVRAIVANVSVPAFQPSSGVKIAASEE
EAQASGAAVTANVDQQRIEQLLARLPPPESFASLSLYPLEFEKDDEDRWDMDFVTAASNLRALNYGIPLADKHKSRGIAG
RIIPAIATSTALVAGLVCLEIYKLAQIRPILRTNPRALSASSFSAISTSSAVTNGTSVPLVDRVKVLERFRNSYVNLALS
LFNFSEPIQAPLQPMSPSGNRTFSLWDRIEVDGNGHDLTLAEFMEHFERELGLHISMMSCGVAILFSGWLAPKKAAERRA
TPLTELAQAVGKIQLTDKDRFLVFEVMAEDASTGEEVEVPFVRYRFRR                                
>Cmer_CMM282C                                                                   
MHASSAHSAPELLAHADDAGPAALAPEALTRCTTDVRMKHAKSNLQILVVGAGAIGCEALRALALCGFRNLVVLDRDTVA
ESNLNRQTLYSSADVGASKALRAAQAIKERFPGCTIRGYWASAEQMPVAFYRAFDVIVSGVDTVEARRWLNTVVFHVVRP
VTSPNCAVQSKYLPVLIDGGLEGLAGQVRTIRPYETPCIECILDLFPDEAGRQPLCTIAGTPLRPEHCIHYAQAVLWPAR
DDQAVRSIDPENPEHLEWIYTRAQERAAAFGIEGVTTALVKAVLHRSVPALATTSAVTGAACALAVTRLVWGGSHAQCPW
TSFHGSDGLYIDSIFIERRLSCPVCGPGSAVAISVSKNMLVKELIELLERHPVLHCRSPTIVWDYRPVYMSVPQSLKAAT
SPNLERPLSDIFISDSHPKVPDQVVLSVTDTDTRTCKTLHLFLT                                    
>Cpar_13271Contig7147                                                           
MTENYGASHDPPEKQIPICTLKNFPYAIEHTIQWARDQFEGLFKQARIVDSLFDSIRSEPGADETNSYLNGPDAFLAALE
KRNASEKVATIEVLRQCLLKSKPSTFEDCIVWARLK                                            
>Cpar_20314Contig25740                                                          
MPAEGSTRVDAFYGAGMEQKIRDAKLLVVGAGGIGCELLKNLVLTGFRHIEVVKLPPIDLDTIDVSNLNRQFLFRKEHVA
RDAILALRPDISVTAHHASIYGKQFGRDFFQRFDVVLNALDNYDARRHVNRMCLTVDVSVHKRGLSECYECSPKPSQKVY
PVCTIRSTPDKPIHCVVFAKHIFNTVFGKVDPENPLKDLATARDSAF*                                
>Esil_CBN77781                                                                  



MLVVSDRTSTTEVTNVSTDTDHDASGADRSRERQQQQQEGGQGQEVEEDPSQRWSALEKLVSRPSPFGNETGQLAVGEFE
PFENMAELLEEELKVLVIGAGGLGCELLKDLALSAITDITVIDMDSIDVSNLNRQFLFRQKDVGRPKATVAAEAIMARVK
GCKVEAHHAKIQDFDADFYREFRVVISGLDNVEARRWLNSMLCSLVELDDDGNVSDPTTIIPLIDGGTEGFKGQARVILP
QVTSCFECSLDMFPPQKVFPMCTIAETPRMPEHCISYAMLLLWPKEFPGAFVPFFCFVFSSVVMRVSAVVLRGPKRRGLS
FFGRRRRGGERGQKSCSTHAGRLSVYLR                                                    
>Esil_CBJ48812                                                                  
MPPDPAEGGKAVEAGGGGSKAGVDESLYSRQLYVMGHEAQRRMATSNVLIVGANGLGAEVAKNVILAGVKSVTLLDDGPA
EWSDLSAQFYLSEADLGKPRAAACVSKLAELNRYVGVSTTTGEVTEAMIGSYQAVVMIDAPLDEQLRVNDICHAKGVCFI
SCDARGVFAYAFCDFGEAFVVSDTDGNQAASCVVSSVTKDAVGLVTVMDDQRHNLVTGDVVTFNSIQGMTELEGREFTIT
EKGPFSFEIDCDTSSLGTFVSGYVNQVKKPSTLSFLPLREALSKPEPFMETDFAKIGRPGVLHQAFRGLDKYRADKGSLP
EAGDMEQAEAVFELTKGFDEDGGFKVEGLDDSKDVILRLSLGARGVLNPVCATMGGIVGQEVLKACSGKFSPIRQWMYYD
AFEALPEEPLAKEEVQPLGCRYDGSIMVFGKTMQDLLGKQKLFLVGAGAIGCEMLKNWAMMGVGCDGDGQVHVTDMDNIE
KSNLSRQFLFRESDIGRAKSLTAAGAVRAMNPSLNIKPYEAKCAQETEELFSDDFYSGLSAVCTALDNVEARLYMDQRCL
FYRKPMLESGTLGTKGNTQIVVPYLTENYGASRDPPEKSIPVCTLKNFPNQIEHTLQWSRDWFEGCFKQNAEDVNQYLQD
PNYTTFLNSQHNTKLETLTRISESLDSSRPSSFGDCIKWARLQFQTRFHNEIAQLLHNFPVDSVTSSGNPFWSGAKRPPC
PLDFDPNDVLHMSFVKGAAVLLALMYGIEPPTDDAVYALTLSEMEVPVFKPVDGVKIATTEAEAKEQGAGGGGGGGGAQL
EDVDAQCERMLGELPKPADMKDFRLEVVEFDKDLDEHMEFVTAASNLRARVYKIPEADMHRSRQIAGKIIPAIATTTALV
TGLVCMEVYKIMQEKPLESYKNWFLNLALPQFSCSEPLPPAKTATMIKGSEWKWSAWDSLELEGADITLQQLFDIMKEKY
GLEVTMLSHGVSILYSFFASKKKIAERLPMTLPKIVELVTKKDIPASQRYLIFEVCVSDMETDDEREVPYIRLKLR    
>Esil_CBJ32384                                                                  
METNGSNKPADGSKLEENAAFMDKYSRQIGAFGLEAMSKLMNLKVLIVGLKGLGVETAKNLILAGPGLVSLCDDEPVAMP
DLGANFFLTEADVGKPRASCVASKLQELNSMVTVKVVSGGLTEETVGSHGVVVMCGRSGEEAAKWDAFCHEKGSIFISAG
TMGAFGFVFSDFGKAFSVRDVNGEAPSSRIITDVSLEEEGVITLLGALDEDGGRMHGMQENEHDGWIELSDVEGMVAKDG
SGKTINDTGKIKIKTCTKKVTVTEEKDGKKETKEKTVFDPHRLKMCLDTTNFSAYENGGMMNQVKVPVTKTYLPLQKRLV
QPVPEGEFGLLFTDGSKFGRAEQLHLALLGLWAFEKKEKRLPQAGNPEEAEVVVKLAEEVNAEHKKLNEATEGSALFLEE
LDKDSIRKVALYASAEVQPLAAYFGGVVAQEVVKVTGKYTPLDQWLHLDFLEMLPDEVAADGAPTGSRYDHVIRLFGRKF
VEDKIMNARTFMVGCGALGCEFLKNFALVGLACGEKGMITVTDNDRIEVSNLNRQFLFREHNVGQAKSAAAAIAAKAMNS
TIKLDAREDFVSPGTENLFQDKFWEGLDFVTNALDNVKARLYVDSRCVFYGKPLLESGTLGTKCNVQVVVPHVTASYADG
PKDQADDAIPMCTLRNFPSLIEHCIEWARAQFEDLFVGPFAEAKKFCEDKEAYLKQVREATLDCDNRGKAASATAKALED
LAKLRTTLAFADGATFESCIQEACGRFYALFRDKVLQLTHNFPEDHVLESGEKFWTGAKRFPRSVDLEMDSEQHAAFVLA
TANLLAAGCGLSPQEEGLLPLEHPQRNTEAVRRVASAMDVPMWENTGEKTDLSEGNEPKPGDEKTEEPEDPMDLEGASTE
LSKLLVELSAVNVSKFRFEPADFEKDQDLNFHIDFISATSNMRAWNYRIKEASRHKIKMIAGKIIPAIATTTASVCGLVM
IELFKVLQGKKLDCYKDSSNNLGLNSYFFSEPGLTVTLLFHSVSEIDGPQKGRMLYDSQPWNAKLKELYAGAMDQPLVEW
VQERFKDSPAGPVIPEGRCYVELQVSCVNDDDEAYKVPSVVYRWKH                                  
>Esil_CBJ30383                                                                  
MASVLGHEQGGRGSENRVQDILSMCPATMGSGLQAALNETEDSGVLRTKAVDTIKGLLQQVKENIKNPDRSLCSDLQRMA
ELRPKVFREPELLESVGEVLTGKGAKTAIQSSGGREAPCVAQAAACAMLTAALKALPEWPIALLDIYMHDALGGRQWASH
SACKPFVDNVRTAWAPPTPPQVVLPFQSESYGSSVDPEDGSIPLCTLKHHPYLIEHTVHWARDTFDGLFQARPRNAERLL
KACGSPGEEAVVMQELRGQGAFSCWQSLRDARLDLEEEVPETFGDCLQWAKEQFASFFHDSAEELLKQHPLGSTDDEGDP
FWTGVRRPPSPLKLDSANLLHREFVWWASVLRAGVYGVEVPRSVRDLQAPVAATAGGGGGGGGRGHRQGETGGLGGASTA
NKEEGGQRRRQQQRRREQQREQSPREGRRHRPLAKATESDPDETIEPLIRSELAGLRETADDDLNGHVDFITAASNLRAS
NYGIPAADRLSTKRIAGKIVPAIATTTAVVSGLACVELLKLIQGAPITDHKNGFVNLAAPFVAFSEPLEAEPIDGASGGG
GEGGFTIWDKVVVDGAADLTVRGLVEFLKSERGAAEVSMISYKNAFLYASFMHGDVDDEGEEGDPHPVLDTPLWQLAEAL
DTDGGQDWMSRDGGVSGGGGGDGGGDKVVDQAVPASPFTMGGDAAAAVFDDATATMDDGSGGPGFAEVYGDQGYGGGLYG
VVEGTAAAAAAGVCVGQDGDWPYGGSEGDGFGVHGGAGVGGGDGGVVGNGWQGGGSYGQDWQAQQGGWEDGQQQKASSGA
WQEGYSTQTQQQESGGVASWGGSTGSAAFWGRAGREESFWGEEAKPWAAAAETATATETEGPVAVAGASTPDEGADASAV
PAREEEEEEEEADPPVFDWFEEEFWGVAAAAQGEQDEEHSNTAAGGGAAAGDVNFGGGSGGGLGGKGFRRASPVAAGSGW
AAPAPAAAAEAAVLEPPTRASRPESLVEDGDQERRRWHAQEEEEEEEEEEEEGESDTGDRHESNDAAVTALKRESGGARV
RQRRRYLDLQVFCDDEDGEELRLPPVRLDMRSSARGSGASPRREREEESAEGAVAAEVREGRRGLVGRVWGAFFGPLQAG
VGGSSVEGEMAGDSEEDEEWSESQED                                                      
>Esil_CBJ28586                                                                  
MDRYSHLRASMGTELFDKVQKAKLLVVGAGGIGCELLKNLVQTGFQDIEVVDLDTIDKSNLNRQFLFRPHHVDKSKSLMA
REAVLKFNPEARIVAHHGNVKEAKFGMAFIRKFDLVLNALDNIDARRHVNRLCLAVEKPLIESGTTGYLGQVTVIKKGET
ECYECKPKQTPKVHPICTIRSTPSKPVHCIVWAKQLFMLMFGKAEESMLYEDPVTGQSAFMEQVLARPEAVVAGEGKAAK
AVVSEEALAKYSSSVLKALYSSEISKQIEMDRYKGAEKTPVPLDEACLEKEAR                           
>Ngad_03268                                                                     
GRMASSSSGVETALKNTNALSNNAAFMDKYSRQIGAFGMEAMSKLIQLKVLIVGLRGVGVETAKNLILAGPGAVTLWDNH
PANIKDLGSNFFLTETDVGKPRAVAVASKLAELNGLVSVRVQQGPLTESTVGAHNVMVCTGLCLVEMVRWDEFCHARNIA
FIGADVKGAMGFVFSDFGSQFTVRDMTGENPHTRIITHIENDEAGTVTLLSQEDGGRSHGIEESEHDGWGDISDVSGMEC
LQDNAKSVNDLGPYKVRHVFKTLLEDRNGTKRERKVYDGFKVGIGDTRSFTAYKNGGVLTQVKKPIQFAYRTLAQNLTQP
VAPGEYGLLFTDGAKFGRAEQLHVALQGLWEFEEAHGRDPHPNDEMEAAEVLRLARARNAELKSMGDTAALSVEEVEEEV
VRNLALFAAVDFQPLAAFFGGVVAQEVVKLTGKYQPLRQWLHLDAFEALPAARPPRNETASQGSRYDDLLAVYGRKFVEE



RIANARTFVVGCGALGCEYLKNFAMLGLGTGPRGGIVVTDNDRIEISNLNRQFLFREKNVGQPKSLAASQAALVMNPSMK
IQAKEELVASTTENVFPDQFWEGLDFVTNALDNVKARLYVDARCVFYGKPLLESGTLGTKCNVQVIVPHITASYADGPKD
EADEDTIPMCTLRNFPSLIEHCIEWARAQFNDMFVEGAAAAKKFVENPATYLEGAKSALGGAKNGNDGVASSQKADLGKE
IESLRGVQAYLAKSQGIKFPDLVAEAFALFHKLFRDKLLQLIYNFPEDHVSSNGEKFWTGAKRFPHPAVFDAENEQHLGF
IVSVANLLAVNYGLVEPPDKTLIAHDHQFRDLTYVKRILADLSVPPWTPSDEKFELEEEENDGKEAVDPNAATGDDRGKG
PGGGDAMDVESLVQQEEAKERAVLEGLIAELEAVETKGLVFEPAEFEKDQDMNFHIDFVTAACNLRASNYRIKQASRHKC
KMIAGKIIPAIATATAAVTGLACLELLKVLQRKPLEAFKDSSNNLGLNMYFLQEPAPAVKTQERYDDIEMAHVKPYPTDF
TKWDSIVVDEGPLSLEGFLAAFRRQTGLNVTLLYHKASGMDGPQKGRFLYNSEEYLPAKRELYAARLTTDLAAWVLERYE
GAPVELVGPHRKYLELETSAADDDGNPFLTPTVIYRWAR                                         
>Ngad_03864                                                                     
MEIFARTCQGSLAPICSFVGGTAAQEVLKACTGTFVPLQQYLFFDAVEVLTPESGEDESPEAFSASLPSEKECASRGDKY
DGMRAVLGSRLMKLLQDQAIFVVGAGAIGCELLKNLALMGVGPLTVTDNDSIEKSNLNRQFLFRERDLGAPKSEAAAQAV
QRLNPDVEVRALVRKVGKETEEFFDDNFWFGHDVVANALDNVAARKYVDGRCVYYRRPLLESGTEGTSGNVQVVVPFVTE
SYGSSVDPPEASIPVCTLKSFPYMIEHCIQWARDFFDGYFRIQPERLNDLTARLSESSHRGEEDDAAAAAVLASLRAQTS
DETLLRELEGYLVDLEIWDPVPSARRCVKWALDRFHELYQSNIEALLREHPRDSVTEDGEPFWSGDRRIPTPIVFDRSDP
LHMDFLLSAALLKARVFNVVDPTTTVEGMSETVQATLDEILASGYQAPTEVVRAEEEEEGDLEAKVQREFEEVRLTIKRI
AKRGGDNGKGTECTAARTRPEMFEKDQDWNGHIAFITSASNLRAANYGLARADRLQTKKIAGRIIPAIATTTAVVAGLAS
LELCKLAQRSLLEEEEEYSDLESQNKEEGFQWKLIRLL                                          
>Aano_F0Y4F6                                                                    
MYSNVDKLLTRPTSFGSETGSLAVGEFEASPEVRDFVTSECKVLVVGAGGLGCEILKDLALSGFADIHVIDMDTIDVSNL
NRQFLFRAKDVGSPKATTAAAFINARCPKTTVTAHVGKVQEKDGDFYAQFNVVCSGLDNVEARRWLNSMLVSLAEVDDDG
NVVDPSQIIPMVDGGTEGFRGQARVIIPRFTSCFECSLDSFPPQKTYPMCTIAETPRLPEHCISYAQLVEWPKAFPDKSV
DTDSPEDMTWIFQVAEARARKFDIEGVTYMKTMGVVKNIIPAVASTNAVVSAVCVNEVFKLMTLCSQSLNTYMMYMGNHG
VYTHTFEYKKKDDCPITSARVRTLAVAPTMLLGTLIESMCGPDSDLRLKAPSLTTASQSLYMRKPKALEAATRANLGKPL
SELVADDDEITVTDAIFPGDVSLTLKLSFECEEAA                                             
>Aano_F0Y109                                                                    
MGTAATESDAYDARYAHCVAAVGGPEVFAKVRRCKVLVVGAGGIGCELLKNLVLVGFESLVTVDLDTIDVSNLNRQFLFR
KRHVGMAKAVVAREAVVAFNPLCSVEALHANIKEPRFGLAWFGGFDVVVNALDNVDARRHVNRMCLASDVPLIEAGTTGF
LGQVFVIRKGETACYECFPKATKKVYPICTIRSTPSEPVHCVVWAKELFKLLFGDAKESMLFEGGDDGPDASTYGAACAA
VRGAPDAEKALGAALALLCDGEVRKQLSMDKYKTAKKTPDPLDGAAVAAACVAARAPSRNRTSADWDRATWTVDECCAEL
ADVAATLAGGDRVGSWEFDKDEPDAMRFVAAAANLRSRIFHIAPKSLYEAKGIAGNIIPAIATTNAVVAGLQVAELLKLI
>Aano_F0YDV3                                                                    
MKLLVVGLRGTGVEIAKNCLLQGVSSLTLYDPKPVAIADTGANFFLGADDVGSARDAVCRPRLQELNPEAAVVVADELNE
ALVGAMTCVVFTDGVNRDELVRWNEFCRGREKTVVDERGVPTTVPAPVSFVWAFVGGLAMSVFVDHGDEFLCRDADGERP
IRGLVRFIVPDGVPATSPPEHSLYEFSEVVGCSALDEASAATLGGNSLNGCPPFPWTSQAGDPANSFRIGDTRSLAPYES
GGLITERKNPKLLRFKSLGSRLLAPGSSFAPDGLVMTDYTFSNHELQLHAALVGLMEFEATEKRFPKPNDEADADAVLAN
AKAYAEACRVANRATANGCGAADVDVDADFCRAFARHCAVELQPMACFAGGVVAQEVVKCAGKYAPIDGFLHFNSMETLP
SPPPPLADRAPQGCRYDDLIAVFGASFVQKLGNLNYFLVGSGALGCEFVKNFGLNGVCCGPEGQLVIADADRIELSNLTR
QFLFREHNVGHSKAAAASKMATDPGPRTCANAMNADLKVRTVEAYVGVKTETTFFDDAFWEGLDGVCNALDNMEARFYVD
ATCVKFEKSLLESGTMGTSGNVDPVVPHKTKTYREGGNAAEGGGVPMCTLRNFPHLIEHCIEWARDKFAELFEKPARRLR
KFAQDPQAAVEDLRKKLESGDAAAADGAAADAEALLASLRLALTPLANRRAACAQRAFDAFHALFRDMILDLTTAYPADA
RVKGADGADKGPFWSGHKKFPSPATYGAGNGDDWKFLVSATHLLAQSVGAQPRKAEDDDDYASGERSADWAARLAASLAT
PAYVSKKVDTTGMEQGAPKPEEAAMAGDDDARARGLAAVAELARADASALVDVEPADFEKDDDYNFHVEFVTACANCRAA
NYSIPPTDFDKAKLTAGRIIPAIATTTAAVTGLVMLELFKIV                                      
>Aano_F0YDQ4                                                                    
MEVDENTTKIDEGLYSRQLYVLGREGQAKMSASSVLVCGLNGVGCEVAKNVILAGVKAVTLFDPTPATWYDVGGSPYVAP
AHVGTATRADACAKALAELNPYVAVSVMGAGGNGSNAGDLHSGDAAEWAARVAGFSCVVHCDASSDAELVAADGACRQAG
ACFVAAECRGVCCALFCDFGDAWAVTDVDGEAGASCLVASVTQSQPALVTVTDEQRHGMNEGDVVQIASCVGAEELNDRE
FEVVRVTSPYAYEIDCDGTKLARPYVGSGYASHKKQPGTVAHASLASKFENPGEFLTPDFGKFARPATLHGAFRALRSWR
SAHGGAFPGPAAAAAVGEVYASTFAVADGEEGARGFAEALARTAAGDVSPVAAFLGGVAGQEVLKACSAKFTPVSQWFYF
DALESLPEAASPPRGDRDDSARVVFGDDVLGKLKNAKLFLVGAGAIGCEMLKNWALLGVGAGAGGSVTVTDMDRIEKSNL
SRQLLFRASDIGEAKSTTAAAAARALRPEINVTPLELRVGPDSEDVFDDAFFASLTGVCTALDNVDARLYVDSKCLFYHL
PMFESGTLGTKGNTQVVVPGLTEHYGASRDPPEKSIPVCTLKNFPNKIEHTLQWARDWFEGAFKQGADDVNMFLAQGNAG
FEKALDAQPNTKLEVAARVKTALVDARPTTYEDCVVWARLQFEDCFHNSIAQLLHNFPEDQVTAGGAPFWFWSGAKRAPA
TCAFDANDALHLDYVKAAAALRASNYGINSTLATYDAAFYKAALDRVIVPDFSPRDGVKISANEAEEKKAKEEVAGGDVD
ADCAALIKALPAAASLAGMKLVPCDFDKDDDAHMAFVAACSNLRARNYKIPEADVHQSRLIAGKIIPAIATTTALVAGLA
CLELVKVLQGKPLEAYKCAFANLALPLFAISEPNAPATTAAKIPGGRRGGEEWKHTPWDCIELDGADLTLKALVAHFEDE
FGCELSMLSYGVSILFSSFASAKKVKLRMPMKITDIIAEVTKKPVAPNRKYLVLEVMLQDDDCEEVDLPYVRLKLF    
>Aano_F0YJQ8                                                                    
MGSRALVLCTVILCCAGLRGAGGVTRTWTGATGEWADGSLWSPPGAPARGDDVVVAGGGNATLVVNASCVVASLALSSGS
LELARGASLGVEASLAWSGGTVAGAGGVALLAGAVGTAGSAPPGECALGAALEVARGASLAVAGALWCRRGANVSVAGGL
AVAGANASVAPAPSAFGFDGAAGAALRGDVDPALATPRGGAVDDARSAGAALAPVAGARYALAVAGDGAARGALARAGVP



GAGGVAATYRSTARGVGLEACAAACEAAPWCASFDHGAAAGACALSELGAHVTESYGATADPGAAGGAEDLVPVCTLKHH
PYKVEHVVLWARDAFQDLFFDRPRCLADALAAARAPGGLRAWARRLAAETRGGDSAAAAACARAADDAAALAASLGGGGG
GDDCQGFAGALYGAFFADAAAALLEAHPPGALDGDGRPFWAGTRLPPTPAAALFDATDESDPAPAFLDATAALRRTSLGL
AAPARAAAAATAAAAAARGFRGRGAAAAAPARLSD                                             
>Ptri_XP_002178935                                                              
MTTASSSVPHLLSGMEATLGTNMLTKIQSSKILLVGAGGIGCELLKNLALTGFRHVQVIDLDTIDVSNLNRQLLFRSQHV
GMPKCTVACQVATQMVQDPSLVSYTAHHGNVCDNDTFNVQFVQQFDLTLNALDNVVARRRVNRLCLAAGVPLIEAGTTGY
LGQVNVIDKESDVACYECQTQETQKVYPICTIRSTPSMPVHTIVWAKELYKLLFGDKVEESMLFEDTTAPDAEPSTYMSA
VLSFRRARAARDSDVVRTAAGEVVTKLFVDEIQKQLDMGRYKTARKTPAVLPTSVIVDATTTVPPTAKPSYRTTDLWTPT
ECVAEFIACLENAATAATVLPSFDKDDTLAMRLVTASSNLRSFVFEIEPLQSFYSAKGIAGNIIPAIATTNAIAAGLQIL
QAFQVLRAQLETGTKSAGKLGEYCSYINCLRNSTRNGLFLTASNLEKPNPRCFVCRNATVPLALNVNNWTLQDLLQKLIK
KDLGFEEPTITLDGDIVWEEGSDADSEAFAVNLPKLLPQLPCGGIQHGTVLRIEDFSQDLTVDVAVTHQTVWERGDEEDD
DDDTYQYVLKGSKPTASALHVPSNGALNNGVGTKVEEAEDDDDIVVVMAADAKGKRNRETNGDGPVNKRQKMSILEADVI
EIS                                                                             
>Ptri_XP_002178207                                                              
MAGNDLDNLKPMEVDTRRSSENARGIRGSLLTLLSRPSPFGNETGPLACGEFEPLPKLSSCYATTASDHESPLTKAKILV
VGAGGLGCEILKNLAMSGVRDVDVIDLDSIDVTNLNRQFLFRQRDVGTSKAKTAAAFINERCPWMSVTAHHGMIQDKEPS
FYSSFDCIISGLDNVEARRWLNATVVGLVEFDDDGDMDPASIIPIIDGGTEGFSGQARFILPRITSCFECTIDAFPPQIA
FPLCTIAETPRKPEHCIAYASILQWPREFHDKKLDSDDPDDMKWVYEKALERAKQYNIDGVTYMLTMGVVKNIIPAVAST
NAIIAAACVNEAIKYITFCSQNLNSYMMYMGSEGVHCHTFAYEQKDDCPVCTSTVQKMTISKTTTLNELLQEFRAGPLRL
KSPSLVSSGGKTLYMQKPPALEKATRSNLDKPVSSLVESGEELTVTDPLLESIAVGVSITFE                  
>Ptri_XP_002181983                                                              
MSAERMEATATAEVDEKLYSRQLYVMGHEAQRRMMASNVLLVGCSGLGVEIAKNCILAGISSMMLVDPTPPTSFDLGGNF
YLQESDIGGTKGRAALCKDSLAQLNQYVSVTTADVPDLSVDSVLPLIDGSLTCVVVTVPLPKALVIQLNEACREQKVSFI
YSLTMSVFGMAFCDFGDAFVVADKDGEAAATSQIESVVHENPAVVKVLEDHGRHGLEDGDKVSFARLHGVPGLEEGREYA
IKTTGPFTFELPEVDLSGIADGDGAGHAVNQQGYITQIKQPVTLKFESYAEKLEKPGELMMSDFAKFDRPPLLHLAFQAV
AAYLDEKGELPMPGDVNTAKEVLALANTLDKEGILKSNFQVAERLLMHFASGARACLSPMCAALGGMVGQEVLKACSGKF
TPIPGFFYLDADETLPDTLIDSSLVQPTGTSRYDSQVAVFGSDMQENINNLQYFMVGAGAIGCEMLKNWALMGVGCSSKG
HVYVTDMDRIEKSNLSRQFLFRNTDIDKFKSATAADAAKAMNPKLNVTAYQEKVAQDTEHLFGDDFYDKLSGVCTALDNV
EARLYVDQRCLFYRLPMLESGTLGTKGNTQVVVPHLTEHYGATRDPPEKSIPVCTLKNFPNQIQHTLQWARDWFEGAFKQ
SADEVNAYLSMPPSQYLETLQPNTKTESLKLLRRTLVDERPLTFEDCVTWARLTFENLFNNQIRQLLYNFPPDQVTSSGT
KFWSGSKRCPKPLVFDIDAVDEDAGMRNHFDFVVAAANMRAQLYGIKGRTDEDYFRQTLKDVIVPDFSPAEGVKIAANDE
EAKATDGNGMDTGDAEADELWGSLPKPSELAGFRLQGIDFDKDLDEQMLFVTACSNLRAMNYQIPTEDTHRSRAIAGRII
PAIATTTALVTGLICLELYKMVGTARKKLSIDAYKNGFINLAIPFMTLSEPTAPAKTKALVKGKEWEWTPWDSLDMSLGD
ITMGEFMDYFENEYNLEISMLSHGVSILYSFFANKKKVEERKSMKMTDVITSITKKEFPSNQLFIILEIIANDKDTDEEV
DLPYVRFRFR                                                                      
>Ptri_XP_002179732                                                              
MNYCWRFCLGLLLEQALLRDSFGVRFVPIFHPSPRRVKVHIRNALSSRGGGGGDAVGETEDDEERYSRQVFALGAEAHKR
IRSSTVYLDGPGLDAAYFKGELDDLGRAYHRAARSETGKSDDDCDVSDEEVLMEYLKRLNPSVQVSVVKYSDFRPLDDSL
RGVLLCVDRCHEKLLVMNGLARRHNLAFVGTETAGVYGRVFCDFGTSFEVNDTDGETPLVIPLDRVERGISDEILFVTCL
EGQQHDVSKGEEIRFIDPNGDSSEQKCTVIEVHTPLRLSIEVDKKGGSCQEWIESVNKKYVAFSRIKASKKLSFDDLAIA
SKKASSDASIFTPSDLGKSFDDNRRAALFACFRAASSFVGDHLRWADDNDLDDFCELVRTFMSNCESEHCFLSESQHFNV
EQFLEVGRAKFSPIQAFFGAIASQEALKALTGLYHPIQQFLLYDCDEILNSPSDRTCSVNEKEGSDRNTCGLRHILGDSI
VEDLQSMRVFVVGAGAIGCEILKNLAAMGIGSKSKGRVIITDMDTIEKSNLSRQLLFRDSDVGKFKSSAATQAILRFNNK
MKIDSHSSKVGDSEHNPFDDLFWRKGVDIVLNALDNMEARFFTDRQCVANGKPLIDSGTLGPKGNVQVVIPHKSESYSSS
ADPPDPAIAVCTLKNFPYAISHTIQWGRDLFEDVFSRRPSQVNDARDSLSSTCVEAFVSRLIQERGENGFQQFAAELKED
VSPDLESSDIRAHSLEWAASTAVKLFRDSIETLLLKHPPGSLDDDGEPFWSGTRRQPRVLSFSGSVPLDAMQSSVNENLI
DFVRYAARLRAEMYASKPIRDPFEFSRNDAEASLNSAEQAQPSDKEVMDTDTVNVLIDSLRRLSSFSKPLNTAEFEKDDD
SNGHIAFVTAASNLRAMSYGIPPVNRLQTRRIAGNIVPAVISTTAAVSALSCIELVKLAQGAQLKLHRNAFMNLALPFFA
FTSPLPAEVMPGLQGRQYTIWDRLKVRESKKALAKGGISLRKLIRRIKQLASTNPKKVSVLSISFGPYLLYASFLHDDDK
NHLKSSLWNILEELTEVDDDFVSTRSNDNRSTEYSPTQKFVDLSVIVEDPDNGSECELPLVRVFRRFL            
>Tpse_XP_002291992                                                              
MSTHPTTNSNKREASEMISAASSSVGKRSAISSRQRGTIHTLLSRPSPFGNESGTLPIGEFPPNDESSSSANGSSSSSFG
ESEALKSLRGSKILVVGAGGLGCEILKDLGMLGGVVSEVVVIDLDTIDVTNLNRQFLFRQKDVGHSKADVAAKFINERCP
WMKVVPYHGKIQDKCADFYRQFKVVISGLDNVEARRWLNGMINNLVEFDSDGDPIPETIIPLIDGGTEGFSGQSRLILPR
ITSCFECSLDSFAPTTAVPLCTIAETPRIPEHCIAYAYVLQFPKEFPDRKLDADSPNDMKWVYERALERAEKFGIGGVTY
MLTLGVVKNIIPAVASTNAIVSAVCVNEAIKVLSFCSQSLNTYMMYMGSAGIYSHTFVYDQKETCPVCTTHTHRLSLQGS
TTLNALLQKLCDGELRLKSPSVTSSTKTLYMRKPVALEKATRQNLDKPLKELFSSGEELTITDPVFHDTSLSVIVTFE  
>Tpse_XP_002289358                                                              
RQKAAFGHDTIARLKDLNVLIVGCMGVGVETAKNLILSNVGGVVLWDDTVCEQAHRGSNFYVTPEDCGGETTLAEASLWE
LRSLNPFCRVDILSSKTLDEKVVLTEDVLGTHRPYAAVVVTKLLPKKELFHLNLMARENGIAFIMALTNGVTSSIFSDFG
NHHEITDATGEPTQTLAISNVEEGDVVVVVTVAQNDHGLEDGDVVVLEDMRDGMEGLNGKSVTVKRDPCVKSIDVFREYQ



SGGLLNQVRPPIIKPYKSLADTLEGTAVPQMLRGEDWELGKGVEVHLSLAAVLEFHDNHGHWPRLHNKDDAEKVVQLANE
ISDKRKKVEGACWGQSIQYGFPTGEARDLDVKRIARYSRLFVTELTGFCAFLGGAAAQEVIKKSGKFTPIDQWVHHDEDA
LVVDECTSNVGPLFGSRYDNQIAIMGKDFQARAANQRVFLVGCGALGCEYLKGLALMGVGTGKDGKIWVTDMDRIEVSNL
SRQFLFRNPDVGHPKSVRGALVVKKWNPSVNIEALEKKVGDDSEDFFNDNFWESLNVCWNALDNVQARQYTDARCLFYSK
PLLESGTLGTKCNHEVILPFRTSSYNDGKESDDNEAQIAMCTLRSFPYLPKHCIEFAKQAYFADYFEFGPEVYESFRKDP
MSFFEQLDTMEPGDQSRSLRMIKAFIDLQNEAGGNIDFKGCIRIAFNRMMKDFRTSILDLCYSADEMEKSSGKKFWTGTK
RRPRAIDWTDPIPLLMEYLYSTANLYASVWKVEGVRDRDEFQAIVDELKLEQPQWEASGEKVDLSEGDNEESGSGDVAED
DEELKGELYKIDSSKLQPAQPQEFEKDDDLNFHIDFLTASTNLRSWNYDIKASARHTVKVTAGRIIPALATTTAMVCGLV
DIEFCKLVLGLQSQGSDKFLNSNINLAAGSGNFTTFAPDPPVPISTGLEAPSPESFTSWDKIEISRK             
>Tpse_XP_002289167                                                              
DEERYSRQMYALGARAHGLVRSTTAILDVPSGLLYEIAKNLALSGVGRIILVRDDNNTDDGYFDGDLDDLGGAYRRAALA
EIIPGSSNQHDKSNNNDVSEDHVALGSNPVVVCVDRSISAQLEMNDACRNSTSSVPFVSVETAGVYSRIFCDFGPSFVVV
DEDGETPRSTLMEKVEILAGDDGTEQHFTVHCLEGERHDVSRGNVIEFQGDYSQDGVRTATFPQCEVSPSSKATLDSLLE
GEARSFSRIKLPRTIAFTSLRDILHPPFDPSRRKAVMSSMAALDLFVKKYGRLPLQSNASNGSGSKSKRTDVERFQSLVR
KTTKVEISETWDTMISQFARTCRAKFTPVQAFSGALGAQEVLKGATKLYNPVHQFLLYDCDEVLQNNDGNARFEDDAFEP
IARGQSYILGNELSRKLALSRIFLVGAGAIGCELLKNLAAMGAGTGSSNTNQGCLIITDMDTIERSNLSRQLLFRDHDVG
EFKSAAARTAVLRFLPDCRIEAHTSRVGEEEDGPFDDDFWSSGCSVVLNALDNVEARLFVDSQCVAHGLGLIDAGTLGPK
GNVQVVIPHQSESYGSSADPPEPDIPVCTLKNFPYEISHTIQWARDLFDGYFHRRPRQANDHLGEDAALDMAEELGEDLG
VFPFVVGELDSNDPEYKVCLAWAIKQAHRLFFVAMDELVQKHPIDSVDDDGALFWSGTRRAPKPFRFVSLNSDADEFVKA
AARLRMESFLPVDSAEGTSALVSLEDALTSLEGHYTRLQSKDNHILRNLSGGDGSSTLDMVLEKLNGAKTGASFMPSLNL
ADFEKDDDNNGHVAFVTAASNLRALSYGIKPADTMETRRVAGRIVPAMITTTGLVSALSCLEFVKMLKGLPLNMHRNAFV
NMALPFFAFTAPLPAEEVAGVNRSSHTIWDRVIVKGSSKSPVGAMTLRTFLDKVKRSSGFGDDFEVANLSYGPFMIYANF
LHSEDDELLDAPLLDTV                                                               
>Tpse_XP_002288513                                                              
MGHEAQRRMMASRAVLIGLSGLGVEIAKNIILAGISGVTLCDPQPPNSFDLGGNFYLTEGDLGSGNSRGELCRDKLAELN
EYVKVDVASNVTSLKDEGGFCVVVTIPLPTSLLCAINEKCRASNACFINTLTTGVFGYVFCDFGTSFVISDKDGENPATS
QVENILTSNPALVKVLEDQGRHGLETGDHVTFSKVKGLDGMLNDSKTTFEVRVTGPFTFELVGVDSSQCSEPATQGYITQ
VKTPTTMSFKTYRESLTDHGELMMSDFAKFDRPPLLHLAYRALASYAESNDMEYPTPGDMTAAQAVLDIAKSMASDKILD
SNTAADRIILHLASGSRSILSPMCATLGGIVGQEVLKACSGKFTPINGFFYFDADECLPDAPLPASDVSPTGSSRYDSTI
AVFGKEAQQKLLDLNYFLIGAGAIGCEMLKNWAMMGVACGEKGKIHITDMDRIEKSNLSRQFLFRNSDINEFKSACGARA
AKAMNPDMNITPYQEKVGADTEELFGDDFYDKLNGVCTALDNVEARLYVDQRCLFYQLPMLESGTLGTKGNTQVVIPNVT
ENYGATRDPPEKSIPVCTLKNFPNQIQHTLQWARDYFEGEFKQSAEDVNSYLSNPDYAESLSGQQSTKAETVMSIRKTLV
DERPVSFEDCVVWARLKFEKLFNNQVRQLLFNFPEDQVTSQGTKFWSGSKRCPKPLVFDLSSKCEDANMRNHFDFIVAAA
NLRAHMFGIKGRTDEEYFVEVLQSVIVPDFTPVDGVKIASSEAEAKEESKAQSTGDMIESEVEAILEGLPKPGELAGFKL
NPIEFDKDLDDHMLFVTACSNLRALNYAIPTEDTHRSRAIAGRIIPAIATTTALVTGLICLELYKIVGTSQKELKLDAYK
NGFVNLAIPFMTLSEPTAPKTTKATLKGEEWNWTAWDCLAMNVGDITLDEFIQYFEKEYNLDVSMISHGVSILFSFFANK
KKLAERRKMKMSEVVTSITKKELPANQLFLTFEIIANDLDTDEEVDIPYVKYRFR                         
>Pinf_XP_002905002                                                              
MEATQQLEKDAGFMDKYSRQIGAFGLETMAKLVKLRVLIVGLQGVGIECAKNLILAGPGAITLHDDGIAEIKDLGTNFFL
TEQDVGQPRASAVSHKLAELNKMVSVAVHKGPLTEEVVAKHNVVVFSHTTRKELVRWNHFCRQQSPQIGFITCDIRGAFG
YAFTDFGDEFKGFDATGEAPITRIITDITNDKDGMLSILGPDEDGKMHEMPDSDHDGWIEISDVQGMKLKSDPNQSINTM
GPRRIKFANKKVFRNGNQTEVFDAYRLKIGDTSEFTPYEGGGVFIQHKKPFTVKFKSFEESLVSPVPEGDFGLMFTDGAK
FGRAEQLHVVMWSLMEFEERHGHYPEPHNDQDADEVLAIAQEGIQHLSDFTRDGAHKQEVMELEELDEKVVRQAALYSAV
ELHPLAAFYGGVVAQEVVKFTGKFTPLKQWLHLDAFEVLPDERPADAKPIGSRYDHMITAFGLSFHKQLGNVRTFLVGCG
ALGCEYLKNFAMIGVACGEKGLVTVTDNDRIEVSNLNRQFLFREQNVGQPKSVAATAAVHQMNADLKVKTLEQLVAPHTE
NVFNGEFWTDLDVVTNALDNVKARLYVDSKCVFHKLPLLESGTLGTKCNVQVVIPYKTQSYADGPKDAEGDGIPMCTLRN
FPSLIEHCIEWSRAQFEDRFVVPAAEAKKFMEDRAAYLDQVKKATLENPNPKLVAAAIVQELERLRSLRATLHTAKDITF
EKCVTLAFELMTSQFRDRILQLIHNFPEDHLTNSGEKFWSGAKRFPQAVDKFDPENPLHLNFVRATANILAVCYGVQPAP
EQKLVPADSEWRDPSTYEELGNKYAPPTWKPSNEKIAADSDEIKRLEQEKIKNSNDSDKNELVELLHELETFDLSGLSLE
PADFEKDQDMNFHIDFIYAASNLRAFNYRIRDASRHKCKMIAGKIIPAIATTTASVTGLAMLEMLKLMQQKELEAFKDSS
NSLGLNMYLMQEPAAPARAKDEYDVVEMSEVKCKPPGFTKWDSTLIELSSDSTLEDFLTQFKEKTELNCDLVFHRVAEMG
NTSAAEKDLRYRTVSGLMLYDRNAFGKALKELYADQMTKPLRAFVESRYEGLVDCSRKYIELQTSCSDDDGNVFKVPTVI
CKFN                                                                            
>Pinf_XP_002999309                                                              
MSSHFVTAGDVSETADGVRNLVHVTENAMDIDQTGAASIDEGLYSRQLYVMGREAQLRMGASNVLIVGLNGLGVEIAKNV
ILAGVKSVTLHDDTPASSLDLASQFYLTEADIGKPRAAVSVTRLAELNPYVPVRCHSGEISKDFLLGFRVVVLVNAPLKE
AKRINAFCHDKSVAFITTEARGVFGSVFCDFGDEFVVSDRDGVEPVSCLISSISNSAPPLVTVNEDTRHGLETGDLVSFR
DVTGFSFLNDSKPRKVTVTGPFTFTLDIIDEADKKLFEQGPPSTGGYVTQVKQPLLTKFKSLENALAAPGEFLINDFAKL
GRSELLHVAFQALDAFQEKHQGSYPKPGCMEDANEVFTLASEINRQSAAKNQFTIENIDGADSKKIIQALAAGASGVISP
MAAFLGGIVGQEALKACSGKFTPIQQFFFFDAVECLPDTVYAGVPDEFAPTGSRYDGQIVVFGRQLQEKIKSLNMFLVGA
GAIGCEMLKNWAMMGVASSEDSTIHITDMDTIEKSNLNRQFLFRSKDVQQAKSSVAARAVKEMNADVNVRAYVSRVGAES
EGQFNDDFFESLSGVCTALDNVEARLYMDQRCLFYGLPMFESGTLGTKGNTQIVVPHNTENYGASRDPPEKSIPICTLKN



FPNAIEHTLQWARDWFEGEFYQAPSDVNRYLEGPTFMKELNEQQNTKVETLERLKYSLVDDRPMSFEDCISWARFKFEEL
FSNQIKQLLYNFPLDQLTTTGTPFWSGPKRPPTPITFDVKDPLHMDFVVSVANSRAKNYGLKGHTDRDTFAQVISGIHVP
EFSPKKGVKIAASDAELKERGAAPPLDDADAQCDFILKELPKPATLAGYRMEPIEFDKDDDSHMEVIVSVSNLRARSYKI
PEEDMHKSRFIAGKIIPAIATTTALVTGLVCFEILKVFQDKPLDHYKNGFVNLALPLFTFAEPIEPKFTKTMLKGEEYKW
TAWDRLEVDRGDMTLKEFLAYFEKEYDAEVSMLSYGVTILYAMYSAKSRSKERMAMKISDLVRTVTKKPIDPNLKYLILE
VCAMDAEGEDVELPYLRYHYKQQ                                                         
>Pinf_XP_002999118                                                              
MAGSLETVLGTDLRSQVQSAKILVVGAGGIGCELLKNLVLSGFVDIELIDLDTIDVSNLNRQFLFRVHHVGQSKALVAKE
IATSFNPRAKIKAHHGNIKSSQFGLEYFQQFALVLNALDNVDARKHVNRLCLATNTPLIESGTTGYLGQVFVIKKSETAC
YECTPKVTQKQYPICTIRSTPEKMVHCIVWAKECYKLLFGKTEDSMLWEDPTNEDKSAFMDLCMRGPDMNLDDVTKLQEY
ACGVFRGLFDFEIKKRLEMKTYKAAAKRPQPLVLEEIIGSDIVKAINLNDEAVMKQTDNGKVWNDRDVWSVSECVTRFVS
CIVRILSNEQSRANLGSYEFDKDDATAMEFVTAAANLRASVFSIAMESLYSCKGIAGNIIPAIATTNAIVAGFQVLEAFR
ILQAAKPVKEACKYTLCNRSWNDRGVLLQPSNLEKPNPQCYVCSKHTVELAVDTNCMLLRDLVDKVLKKKLGVNEPTISI
GANTIYEEGEDAEMSLAVNLEKKLVDLPGKGIRHDTTVSVEDFSQDFRCNIRVLHRDEEEFGEDAAELFALGGDIAELAA
DLKAEVAKQAALKEAAADGKEDDSDDDVEVLEPVDAPVHKRSRDATEDAATSSKKVKSDVVDLL                
>Pinf_XP_002896264                                                              
MKTNTLHSIRGNQRHWDLARMLNHRTAFPAETSTVALGEFDPDAAHDTLAFLQDECRVLIIGAGGLGCELLKNVVLSGFT
KVDIIDMDTIDVSNLNRQFLFRAADVGKPKAECAAAFVRTRMTSEDTKVDITPHFKKVQDMDADFYRQFHVILSGLDNIE
ARRYLNSLVVSLAEVDEDGEVDPSTIIPLIDGGTEGLRGQARVIIPRITSCFECSLETFPPQKSFPMCTIAETPRQPAHC
IAYAFIVLWPREYPERKLDKDSPEHMQWVYQAARDRAEQFGIAGVTYSLTLGVVKNIIPAVASTNAVVSAMCVSEAFKAM
SYCSRLMNNYHMHMGATGCYSHTFQYDRKPDCVVCSSQQKSLQVDPDTMTLQKLIDELCGDDFRLLKPSISSANANLFMQ
GPPALRAATSPNLVKPLRELVKDGENLTITDAVFVGDLALSLQINFKPKIKNGQPHHVRDVFLVRAHKHSDKPGRDVRSA
EPDRRRVLFGVGFRRSHHDPHSFIHGQAVELALAFTASSPHKHDAI                                  
>Tgon_XP_002368617                                                              
MKMSETKGTQGCHPGSVYRVGVQSDADPDYHMNCLLRRQQAFAPPQFEPGAETIERLRDTHVLVVGAGGLGCEVLKCLCL
SGFRRLDVIDMDTIHVTNLHRQFLFREKHVGRPKAQVAAEALNAQYAHLRVHVTGHVGRLEEKDEAFYRQFQIIVAGLDS
VEARRWLNATVHSLAETDQNGDVELQSCIPLLDGGSEGLKGQARCIFPFVTSCFECSLQSFPPQVRKPLGAKRTTEGRQR
EEKENEESHEASEKRTDRTQNGRENTHNKEEEEEEEEEEGNKTRQTWYPLRWGAGPEGLRFSFLAGVTTSYPLCTLAETP
RLPEHCIEYAMIVLWTQQFPDREFDGDNPEHLQWLYERAKQRAETFGIQGVTYRLTLGVTKRIIPAVASTNAIIAAMLVE
EALKIATFCVCSSHDARIAGIDTHSSSAPPSSSPSSSSSSAHASTSGWSSERKKPDSPFHGDRGHITPLPSPSASSVSCD
DASSASLSHDRDEEPPQEGQKRLRGRGAAANAEGTEEAPGETRREESSEGPPSELSGVQNYIMYMGETGVYTHTFEYAKN
PDCVVCSGRGAMKKVVDPDETSLQDLLELLSQDPALNLKGPGISSATAVLFLQKPPQLRQQLETNLRKSLRELADSGMLK
EGEELLVTDVALPSTLRLRLFFEKPASV                                                    
>Tgon_XP_002368444                                                              
MATPQESSGAAAHIDTDLYSRQIGAFGLETMGKLITLRVLISGMRGVGAECAKNLILAGPNTVVLHDPAPCEMRDLGSNF
CLTEEHVKKGVSRAEASKNYLAELNQYVTVDVLPDEKLTQVVSRFDVVIVTEAGNEELKKTNAFCRSASKPVGFIAANVF
GLAASVFVDLGERFVCLDSDGEEPREVIVAGITHERAATVHTHTDKLLPFQDGDFVVFREVQGMEINDLQPMQIRVTGKH
SFQIGDTTAFSPYVSGGIARQVKMPQTIRFKSYEASCRAPVAAGEAMLIVPDLGKFGQSEQLHLAFQAVLNFRDRNGGNA
HALPPHPLDAARAGSQQAAVAACVAEAQRLNGEAKQLAERGEQGVVFVDQVDEKLVANVAAYAQCQISPMAAFVGGVIAQ
EVVKFTGKFSPLRGFLYMDAFEALLSPEAKAALGETGKHREKYSIDSRYADQVALFGSEFQHALGRTHAFVVGAGALGCE
LLKSLALMGCGCGPEKEGKVTVTDMDRIEVSNLNRQFLFRREHVGKAKSVTAAASVQTMNPDLQIVALEDRVGVETEATV
FTDDFWRSQHIIVNALDNIQARQYVDGRCVWFGLPLLESGTLGTKGNVQVVLPFMTQCYSDSADPPEESIPLCTLRHFPH
AIEHTIEWARDCFQGVFCDAVSEPNKFRENPQKYLERLRGEGILSVQKDRLEKIRDLVSQWQDKETKAFSPPSFERCVEK
AVFLFQDLFFNQISQLLYSFPLDHRTSEGTLFWAPPKRPPTPISFDANDPASLDFVVAASNLFAFNFGLPAVRDVSKIQA
IAARVAIPQFTPKRLHINTDDAEKPNGSGPPGASFAAPHPSLSLSAEAEEEVVAGLEKHLLATADLEKMVFVPVEFEKDD
DTNFHIDLVHAASTLRAMNYKIPCCDRNKTKIIAGRIIPAIATTTAMITGLVSLELLKTVTYKQRKLEDFKNAFANLALP
LWLFSEPMPPNRVVDKDFDPVACGPIRAMPKGFSCWDKIQVDIPGCTVQQLCEFLEEKFDVEVNILSVGNFCLYNSFLPV
HKQQRFKRSIVELIEEVTKTSGQKSVAVESSCSAKSDGVDVLLPTICVLNK                             
>Tgon_XP_002364679                                                              
MTLRVGWWAAAADVALLLFFALCGLSPFLLFFVSSALSPSLFRKCKSAGERPLLLALPLLSLSLLGLLEHCGSPLPSDPS
LPPPFSQDSFFSVSLRRAAETTDELSPPGFSCALPTLRSAVRTSSGKSLRSSLRVLRLDPLAPRALSREQFFSSLLSSVS
PELTRSRVLSFASLVSFLASLFHSLSPPSPSAPHVLLTALPLRAEGAAGFAQAACLSATCGADPVLQSSPSPPPSLSSAF
APRSHRRSLPSRNSSAAVSSSLSPSSLSPSSLSPSSLSPSSLSPSSLSPSSLSPSASCRPSSLRCCSRGRVAPALLSTLF
AFSPRSSLTPAPSRVLSLCCPRGPYALLSPLRMVCRPSSDPPAESEQTVSLCRPSLPPSRRSLFSSSLRCPCSVLPSPSA
SLSSSLSSSLSSSLCSASACLSPETSPSSLPSSSRPSSAPSSSPSFSSRSPSLSSLSPSLASSSASAFFRSLSREAGQRG
DSAFSLSPSASFLSREWPIYGRDHMARLPRTRVLLVGLQGVGVETAKCLLLAGVGRLSLLDSEPPSGPEEASANFAIPSG
NVDTVPLQGGGSLEEAGTLNGETAGSRGAPCVPRGETEEGGEQQIKGRDTNPQPSPDVSAERNAETSYRRHEAASRAELA
YSALERLTLPHSQLEIITNATGAETVGLDEKAGVVTGKAWGNLKDLLASTDVVVLSNRPIDEVIYFNRLCREIQRERREA
GRRASAAAPARTSGKQSTETGDESEEPRTSPPSFASPEVSPKKAFDSVSRLQGGTRSLKETAEEAGKETPETLKETGEEP
AVAGLRRDGPYVVAVWAVGLAGRLFVDFGDSYRFGPPTDAHIDLPLASRFSNPALPSAEEAEGARKRRHSRDAGREDGQR
GMLGAEERSRLEQGKKNRGRQRDVGDNAGAPRNCRLHFKPLDEALEAFQESPGVPTLPAEHAHESEDSPSLPPNTGDRGE
EDEETKRQRMLHVSFRALDSLLLKRRKRHGCSSPVEGPSGDSIEPENFRGCHPSFAPSPATVQPSSPLASSSAELGRFVA



SFSTRSESRGYTDIDGTPASGKAPLQDSAAACLAHRLPAEEEAAERRFVAEEAVRLWRQRRGVTASEPPGDPGTRAGERA
LPGGEGNRKDSGGGGSGWKHDSQARQDAHNRETPRRVDRDREENEREEERVRQIAGDLYRSAEGHLAPIASIMGALAAQE
AIKALSGRFTPFHQFFYFDALDILPVHEVSKVHSPHGDVSRSLRASSSSLPYTSRSSPLWSSPSSSGSSPSSPACCRAPT
CPFGCFPPRSSRAACSLPRWIGQERLLGEFVQKRLGTLHLFLAGAGAVGCELLKLFALMGVGCGPAMPRGKRGTAQKPTR
LHRGPPKAGGAAQSTNDRDSAEERQQADRRREGGQERRRPLDTGGETRGDADGEEDRNGGSKEKAKEAGFENHPEERGEE
EEEVEEGCITVADADLVERSNLNRQLLFTEADVHRPKAVAAAHAARRLNPALRIRPVCAFVGTATEREVFNWPFWKRQHL
VAMALDTVAARMYLDSQCLLYQKPLVEAGTLGLRGHAQALVPHLTESYGSTADPRGDDDEGPQATCSVRLFPSSPLHLVQ
WASEAFHRFFVALPESSNAFLVDLHALTSQRTRGGPEHASFGKRQAAQKTEAGVSRSDANPIDAATQRRQDKRLSEEGRR
ADTEMKDNEDSFQAAAAALCESPKGRRVCAFAPRRFGEAGESSSTSLGAVQTPSDSQSRDPGEAKDSVVVPREALAKAIL
DSPPLREVASRSLELADILGAALDARHVLRLRSRRHGEEGDEGEGKEGRQKEGGRGGEGRDDAMKEKLLCFFVDRALGLF
HKFFVAEVEGLRATSESEEKAGDGEEALTPLAEKANLDKKSEDDDLRESAKMEQRHARVKPLAFSENDSDSLMFICSAAK
LLSEAHGLDLDFCAETRSSSESDAPETHEENRCLDAEGPADGGKANCDYRVVRKLLQAVQRFRGAASMSAAARDASADPL
SALAWIRGQQGKHEEPGERPTHRWRQWISFLLPFASRPCASNARNGLFSEPVSAATKRALDHDEAVAEFGNIVSEHLKRS
RPQLERRPDRSVSTLARSLRLLINPEMSQLLRSQPCSPAKPSSAFSPEGTPPAFPASAAESSAPAVPQLIPMTYNKDSPV
HLSFLTATARLRARCFLFSDLPDLLAVQQLSGRIVPATSTATTVAAGLAALEVYRLVQASLLSEAGTRSEKRRSRVAAEL
PARSRSGRGAATSVASPSRTSWPSLEATSASAVGRERRKGVHDGLEPCLVMEANLGLSDGDEKSCFFGAELVTYRGWHQR
LPRTRKRREKMRQRLRSSFFNLSAPFLTQAAPLAPPSACICGGRLKGRGFTPWDCLRLALRTSERTSRTVPRCRLRKARV
REKERAGEEERAGEKEAISGERLTTRRRDDEGFQHQQGRQAVRFLDAEKEAGEEEDEDEDEARGDVAVSLVTVEEVVRML
EDTLGVRVVALTCEDSLLYARDEAESDLVDWRAFWPSTGEQAETNGEEELSARAGKGRGTEEAGGRVLQSLRRFSTESDA
SSVSTTTLSSSSTRSNREGKDPPDIRWSPSPSAVPSFPRPSSVPEAGWRSLEAPASSSSTGTLTDELLAASETTTHLPNF
PRFDRKASLADAVRTVLRRTRGGPPASRESDSSSPCRNTQESGGGQTANTDGVDRQFGHLAAQRKDEDACSRRAGKTQRG
QDFLTWVIVDVVAVDEDNNEVAVPQLKLCISMNEGETKN                                         
>Tgon_XP_002364392                                                              
MAPASSVSAIFNPLLVPTLSPACHSHSSSAPLRLSNVRVLVVGAGGIGCEVCKDLLLSGFRRLCVVDLDTIDVSNLNRQF
FFRNAHVGLSKAFVLAAACSALLTVWGVVGQKMNILSSDFTIQLLQTYDVVISALDNQKARRHLNGLCIAADLPLIEAGS
TGYSGQVMPILKNETLCYDCEAKPRDQQRFPVCTLRQRPERPEHCIAWAKMIYELVFGVEDNENLLSDLKEQLRTFLDVS
STAEAEGREDETSRPGTHEKGAGEDSAGTREEAMRLMSRKMMKELFHDQIVDLLRLSQENKEAMKKQEVLPTPLCVQGLT
DKETFEASHCRASEDAKTTNKGPKQNAIAPTENTQGEGSGLESQRTWSVQECQEVFERSFLGLLERQKTTERENAGTGKR
EAGIPFDKDDDLAMDFVAAAANLRMHNFHIALKSRWFIQAVAGSIIPAIAATNAVVAALQVWVKPFVTGVRPDAAGRLIL
PEVVDPPRASCFLCQQQTVTIELASLSAWNIETFVERIVKGELGLAHPYLDSESRNLYDVDEVDEQREDGTGEGEASPLK
QPLTNFGIVSGTILTATDFSRGDFQCNLLILERSELGEKNKDDPHIFRLVRESGASSTAEKETQVSQGDKATAEQKTQEP
AARKEDQKGDNLEDDNHVGRNRQEKRPRDETSQATSTERQTLGNAADVEIVVLDDQEHGESPVAYPKAKKRKEVSPSCED
AEIIIDDDDE                                                                      
>Pfal_Q8IDZ6_Q8IDZ6                                                             
MNILCIHIVYCFIACLLLCNINQVFTLHVLNYNNGYLYKNLSFSIPLYKNLFQQKTTCKKRKQLLHIKSRGSTYNECSKN
CDAYFELNKTNKNITKRIGNIPNVLRKEEKKGRHIINNTKESNNENCRYKEEKNIIINENGDKSFYQGDDIEEDLFNSNL
NILESEKKYSRQIYTHGYNEEKKIRGSKIIIIGLNGISCEICKNLSLCGVHEIGIYDNNLLTYEDIDNLYLCNKKLVNEQ
IKSISCVDNIQKLNESCKIKAITTNLYDNILNYDIVVTVNQKTNFNIKLNNYCRENKKKFICVNTCGLFGRVFIDYGDFY
YTNNIDTNTTYDNHNNIISDLYKINNLEFLKNNTIVLSYLPFYNMQLNESDKVKLLLNNNSGKNIQLDNLIIDRICRKNH
KIYLSISKNKCNNSIFKIFNHIFQPFFINQLFPYFFNSFFYTYPLNLISYLFKFNKNKFLYNNYSHFFNIKKFVQENKLN
YSIRLIKLPEQFRLKYISLEEYIKKQKKKTKIYNIYNNMFNIYNNVFNIYYIYIYIIKNTLKLIKENIRFVLKNIYRKLY
GIRKNEHEYKNVDKLKDEEICFMIYDEIMKNKNNKELSDDDIKKFTYLCKKEKKDISNEIINQFCSCAHIELSPFSFFWG
ALLSQQILKGITHKFKPIHQMFYYDRRDLFPFSNISKMYYGKYMHEKNFFGEEFHKFLKKLNILLIGSGALGCEFLKLLA
ISGVSSNMDKISNQIHNNKQNNDFNNIKNKDKLDSTSSNLLHTNQNTNVYVPSNMEKKNNHVILQNKENNIQGCVQVVDY
DYIEESNLSRQFLFRTKDINKLKCQIACENIKMINDDINCDFLKMKVDDTIFDNKDFLLKRYLLFTNKKNEIVKKQKTKN
IRENPLICILCLDNLKSRILMDKFCLLNSIPLIESGIEGLKASSQVVYPFCSETYSSDSNNNTSSSNLFDEEKSNSCTIT
SFPRNHKHIIEFAKSVYNNMFYENVVKMNKFINDPLYFLGELCKYENILDVNNLLHFFKLTKLFFHFNLHSNIQTLWNSI
FVHNILNLLKNSKQEEIVQYFDSLHKLPQPIYFNKDNKYHINFFKYAMNNYKKVFKKFMKIKDEMNEDIFYYKKEDILFT
NQQDDSSLSFEKVITNLIEKNNIHMDVRKIFYFLDVIKKNATIQLYELLKKELLELFNNPLFLLSLKYVQNKKLAVNIMR
DKTKIPSTLNSGDKLDHRVDTVGEMELNTIRRNIPGNISNKKNNNNNNNNYNNYNNYNNYDNNNVDVDLFCPLIYNLESN
KDDINFIYSVTNIRCENYNFKKLNMFDFLKISNNIIPSIVTIVSMISALAFFEMYKIVFFLLNKNKKSKNRSTSYEQKYN
VHEKELLKDLNTKKSDHKSELKKVLRHDISNVNVNNNFTESNRSCSNMNNIEMLPYKKLNIYIYNNQIIVRNNDNKNLFY
FFNANYEKLKEKSKVIYNQYVNLEDDFITISELKNVDTWTYDNPIFVKKNIFFSIWNYLYIDIFCKNKNVAKDTCPLGCS
GINPSHLLDNNNNNNNNNNNNNIYYNTFNILSKEKQNNMKIYINKINEHIEYILNLIKNYKEKENYENNKTYNKEESYNV
LVSMLKKICDEYINVIINNIDILSSYVNKKKKNIKENRTTFDDTLQFVLHLKKTLCNIKDKIESINKNNVNPNINIKNND
HNKYISDNIKKLDNKDEREPRISNILFMLNNIKKEIENVKENILKYIDKNNLDVNTYTNNITLNELVESIEIVFNVNIQT
ICVQDKIIYSKFNIPSFKLYNHKYLYDILCDIFKNDKKFQARELPRTFILSIYAYDKLTNKEVVLPDVQVNVHNHADG  
>Pfal_Q8I553_Q8I553                                                             
MHKTIRKLFSDEVCDKIENMKILLVGAGGIGSEFLKNIITIGCKNIDIIDIDTIDITNLNRQFLFKKKDVKKYKSLVAKE
RALMHKKDLNINAYTFDVCTMKSSDIKKYDYVINALDNIKARKYVNKLCIMEKKVLIEAGSTGYNGQVYPIYYNHTKCYS
CEEKPKNKTYAICTIRQTPSLPEHCVAWGRLIFETFFCKNDNETLIDIKNHIEEESKKRNMDKKEIIIFIFNYLFNDTIK
ELIYLKKDYTTIPIPIHFEWDENIIDLFEDESEHNQNEINIDKLNDNKNNMGDNKYYCNNFKCEEKDREKDDNVLMLSSQ



NIWDKKKCIEMYIKTFLKLYKYLNINKKEEEYLIFDKDDDECINFITSISNIRMLNFCISQKSKFDIQSIAGNIIPAISS
TNAIVASLQAFQLIHVIEYFETLKNKNNKKNNNNNKKNNNNNNNNNNENNVSYCDEEENKTDHFNIRNSKAKHVWVKSIV
NGNKIFSRGNLVNAEPLEIPNPNCYICQQPTIHIYIKNFEKMTLYNFVKDICMNELSFLYPFLDKDDRNIFDYDLFQEND
DDYIQNLYASLSYWNIKHDEILLLTDFQNNNDQLEMHLKEDPSLETEYFIQQKNVPSKKRKINYMQVEGNMDTESVKKKR
HILSDEHKETNDEKQPTKKRKQDLIKVEEIIIDDEESDNQNVVLID                                  
>Pfal_Q8I5F9_Q8I5F9                                                             
MQNKTPPLKKQRTDESVKPIEFDKSSESWKRSDCLEKMTENKIDTDLYSRQLGTYGFDLMNKLVKLNILIINVKGVGLEC
AKNLILSGPQSVCIYDNDICDISDIGVNFYINEKDVEDKSCRSDAVLKELQELNNYVHIYNYKGTIEKNWLENFDVVICC
DINKEDLIKYNNMIRGIDKKRIAFLSCNIYGLCGYIFVDFNKEFICYDSNGEQVKSCNVSKISKELEGKVSFDFDKTSPF
EEGDYVQFSNVEGMTEINNKIYKIKNLKKYTFEIGDTSLYSEYIKGGICTQVKKHLKLNFYPYEYICVNPLNNENISNNE
QKHNQNDNHFLDTCNNIIYENIPQPNSFIISDYAKFDMSNHLHYSIQALKWYELQNEKGLPENSDEDALEKIYNYAVTLN
NKDKEEKKSYAVEQLKKDVVYNVCRYSKSHIAPVASFFGGLLAQEVIKFTGKYMPIYQLLYLDFFECISLNEKVDINEIK
KMNCKNDNIITVFGKSFQKKLNNLNVFLVGSGALGCEYAKLFSLLDMCTRNSEQNTNLNQNNIDNNLACCGKLTITDNDN
IEVSNLNRQFLFRREHVGKSKSLVSSEIIKKKNNNMHVQSLETKVGAENEHIFNEEFWTKQNIIVNALDNIQARQYVDNK
CVWYSKPLFESGTLGTKGNVQVIIPYLTQSYNDSYDPPEDSIPLCTLKHFPYDIVHTIEYARDIFQGLFYNTPLSIKQFL
NDKEEYINKIQEEGNNASLLENLQNVINSLKEISSQCNFDFCIKKSVELFHNNFINQINQLLYSFPLDYKLSSGEYFWVG
QKKPPQPIVFDVNNEMIQEFLLSTSNLLAQVYNIPPCFDINYIINVAKKIEVKPFEPKKVKINMDEKNLNNISISFAEEE
KIIDDFCKELLNIPTNNIKINPIEFDKDEQTNLHVNFIYAFSNLRAINYKINTCDKLKAKIVAGKIIPALATTTSIITGL
VGIELLKYVNYYDNIQAYVKLSDEQRKKEKHDVLSYFKNAFINSALPLFLFSEPMPPLRMMDKEYDELMKGPVKAIPNGF
SSWDKIVISIKNGTIKDLIDHINEKYSIDVNLISVGNACLYNCYLPAHNKERLNKPIHELYKQISKQDLLEDKNYIIVEA
SCSDQDLVDVLIPSIQFIYK                                                            
>Ptet_Q2Q4H0_Q2Q4H0                                                             
MNYNYPNIRILMVGVGGIGCEILKIVSKFTFQEFHIIDMDTIEVSNLNRQFLFRLEHRGQSKSLVAAETMKNMAPQLKII
AHFAAINSPGYTMDFFRQFDAVIMALDNAETRSYVNKVCQALGIFIVDAGSMGFKGQANAYYQGTVCYDCYPIATTQKQY
PACTIRSQPSNCTHCVIWAKYLFTQLFSGEVGILEVEGFDKSQPNSVFNKFFKGEEMPNSIDIVEHELIKKYHFAERKET
LEELQGMWFYAYDELNHLGQLQYDKDDDLHVLFIYASTALRCRNFKIEQYDYQQIKSISGNIIHAIASTNSIVAALEIQR
LLSFIENHDKAKYYQDLNAASYVQTGKKERILTLKAAGPNPLCNSCFHNQIYSKVDFQVVKVVDLVNQLKNYLNSEINIV
SLSRIIWDDEDEDDNSAIRDKKLNELFKLDLDNRLVIKSIEEKFLAVFWLQHLAGQAEIQFASTKISDKLLKFKNPLQHK
KKERVRTQQEIKELKETEVMPIKNPEKFQTAAQKSTEILIDEEPIEQAEQNKKVELVID                     
>Ptet_Q2Q4G9_Q2Q4G9                                                             
MNKTLSLLYSPETYEKIRNSNILIIGVGGIGCELLKVLTNSGYHKMTILDLDTIEATNLNRQFYFRKEHVGMSKALVGKE
SVMKKHPDLDITAIHGSIFEEKYDVEFYTQFDFILCALDNALAREHLGRMCLKSNRILVDAGTGGFSGQANVVKRFSYQC
NNCQPSKGAPQYAVCTIRASPSQPIHCVTYGMSLYNLLFGPLDESNVLAGLLDLAQVHSCDKTDEQLLQSLALRTFNKLF
CEDIKQGIKGYVKDEEANAINQHKYPISYEEGMNDTKVYTTIDQSKIEEEDDKIQPFKYYVELFVKTFVKILQTPGVGSF
KFDKDDWDSVKFVAATTNLRTYNFTKKFKDIDPRLIEGDKMKYLSVNEVRQIGGKIIPAIASTNAIAAAIQVSESKKVLE
ENWNQLRMNWIQPTYDKIAPTYLPEPYPTCNHCSPRNVYLHLYCNFDTTIFGTIVELAKSFGLNDYDIYGQSGTVYGLHN
KQLKRDGANERIYNKLLSKFYLRDTPYANMIFSVFEQSPGKQYYWQLGCKLELIVMHRADIKVPQISKITKLETALEQLK
QLKISKHQELYEARMENLVRFSF                                                         
>Ptet_A0C799_A0C799                                                             
MFQQSLYEKEIYYSRQAAALGWDTQDKLEQLDCFIYGLRGLGLEIAKNLILMGLKRIVIYDKTILSISDLGTNFYANANQ
VDKVTREKAVIQSLKALNDNVIVDLYDGIINGQNLSEFSVVVMTDMWDQELISEINEATRKKGNGFILAHSSGLFGSIFV
DFSDNFVIENNNGQTCKEYLIEEITKNQNGVVHTIDTIQGLQDGDYVQFKEVLGMTEVNDSVFKIITLSPNRFSIGDTTK
FQAYQRNGKAIQIKFPQNTSYKSFKNMLSFENKNNLDRSLQLQISYNSILTFMNQNGRLPNLLNHDDADLVLKLALKITK
EQYQLDIQLIRNIAQHLQAQIAPLTSFWGGLVAFEVIKFTGKFTPIKQWLHLEFYEALPEIEVNKKSKNCQYDDYYAIFG
QETMEKLQNQNVLLMGIGGLGNEYLKIFSLMGIGSGQKGSLITVDNDQIEVSNLNRQFLFSKHHIGSNKANVACAVINQI
NQSIQCKAYPYAMSKESEQIFNQSFWNQVDFTVNAVDNIRARHYMDSQCCYYSKPNFESGSEGTQCHSQVILPYQTESFS
EFKDRPEMSSPKSTFMNFPYTKDHNIEWALEYFNNLFEKASKDLYQLSQNPQTFLNTVYNQNQRYIDYLKDQLELIEKYV
LLVINPTLENLVRYAKELFSSLFDVKIKYLLSRYPADFLQQNGLLFWTNPRRLPMSIEFNSTDPLHCQFIHSVVKIVIKI
LGQQLQFDSEQISFLVGSIDINKNKELFENLQFNENEIKQENDMRMIKLEKLVQENILNMQQIRPFSYQKDKLSCVELEF
ITSAANLRGINYNIPPASRQQVRERVECIIPQLITTKSAITGIVGIEILKNILQKNIKYIRNTYINLAIPTFIFAQPKPP
YQNVDQEFNQQFLDRTIAVPKNWTSWDRIRINKKMTVGGLIEYFEQKYNVNVQIIGFNQHLIYSKFKKSSQELLTKDCAD
LYAKVSKEKLPEDEISFDVILDSYQMINGQEVSVDFPLIKYHYRV                                   
>Ptet_A0DLZ0_A0DLZ0                                                             
MNSILNTFSPLSKDLYNEYRGQVMIEALATQKVLVIGAGGLGCEILKTLALSGIKEIHVIDLDTIDLTNLNRQFLFRMKD
VGKYKAEVAAEFIMKRIPTCKVIPYTKKIQEFPISFYSEFPVIIAGLDNVEARRWINRVVIQMVQRDENDKVIDDTRHYL
IDGGTEGLNGQARVISPFETACYECTLSQLPKQLQYQMCTIASTPRLPEHCIAYAYEVLWSKEQPNVKLDKDNFDHMNWI
YQKALERSKQFNIEGVTYKLTLGVVKNIIPAVASTNALIASICTVECFKILTGNGSQLNNYIQWYGQNHQTGVGINVIQQ
ERLEECTECSIQTLEILVKRTDKISVLLTQLPPDIELCSKGQTLITNNIRRKQGFDHILEKTFQELIDEQLIDVQTALKA
FDKNKTINVRINYE                                                                  
>Ptet_A0BYU9_A0BYU9                                                             
MSQDEYEDYEEYYCGKEEQMEQEEDIEPALQRVESTTQTQQYVQIVDPNTRDDPAFVLLLQENNIPQLEVSLLSDFSMFF
ERQARLFNYCANLFQLAFTSQEIANDYVMQLSRILKLFFQIQEIGSYSQFQSQLAQHVGYSTHKIGYAINSDQQLVLLIL



KLILKDDDQLQQIQAYLPRFLMFTINPPQPFTSATSPRVFQTLIVNRINDELFDASFEKPNKLDILALSYFSQQTQNISI
YKEIITILASIFESLLDQKQSQYLNHQLINLLHFFLAFTTNQTILHTFFNNHFHRTLYNSIRFSQPIFGSLNQPQWSKEP
LIIDAMVNLIVRIVSIDQVDKILIEILQDDFTLLLEKQKFDFIYRVILPILNSEQVRLIPVCFHPRLSVQESKQQVEKFL
LSQKKSISISQSLTTELLTKKQCEKINQLVIDQLKTNIPQMQQELGELQQIYQQSLEQNINPQMNKGSWVNLHQFNPYNP
HLDSQILFDKLDNRNNVLFIFDLMAGNENVRLVCFINNIIQDKRQHNYIQAKSNSQSFYALMVQDDHFWYVNSLDKKPHV
ILDIQQSMLQIGHHNQPIACINFVDFQSCKFGFPFEKIQQRILLIDQITASMMEQDCYLIQIEIWTFDESKDQIAQTGIQ
DLLDHKSYTQQLNYYLSQFRFQTIHFIPHNLSVQELSTQLKEKINIEALKENEINDIIVNKPILQLHLKTQSQKPLLSYF
QTYIGGIEKILEQINKHLYVVKADQVYKQLFIELHFLSEIDGFYYSIIQTDGFLQFLLAVAFLNDKKEGRDAYNKVIELM
YQSLALILDQNPNLKEKALFTTKVQIRIVNRIDSYLNLLNRNVQSQFQFKLEPKKTANPKQQEIQKGKPKGIGYGDISYK
NQIFDASKLQQEQQQSQQQSQYVPRKQIEIQQSQQEINLEALMSCLRILLDQDYKDSAVIQCLQQSHILNFLIKYFQTIN
ITQLEGSKVFNEILKIVENLAKCKTTLKLFLINDNQSLFRQLETFNQWAIMFIKTFNSKVEELNEFMEIYDYVESCLYAS
NMITIQYLSQDQQNQNQEQISMHQFYRPFMKRLAVGKCEIKSDPEYLSVMKEYYQNTNNPNQIKMQKLISEISGIEENLP
MESSNSIFLRYDQDRMDCMRTIIFGSSGTPYAHGAFLYDMYFGEDYPQRPPKMKLSTTGHGKVRFNPNLYNCGKVCLSLL
GTWGDSWIVNFSTILQILISVQSMVMWENVMFNEPGWESQMGTSNGEQANRGYCNFVKVQNIKYAMIEQLQKPPKGFEEV
IQKSFYLRKDLIKKEIESWIEQANLPATYGYTQNNCSYGSAPGVYKQELIKVYDELKVELEKLKFNIGADFYTITDEKKK
AITINQNQFDQMEQDEINNMQMPQGLDMNEIDISYEDALQQRQFDSNDQNLQNLMSRYIGVVGLDAVKKQSESTIFIHGL
NGLGLEIAKNIVLSGVKRLIIYDPTLVELSDLGTNFYLNQEDIDQRKDAKVLNKLKYLNPYVKIDVLQNSIQELNLDEIQ
VFITQDPKLSTEISKQNKVAVILAQTRNVFARIVTDFGNEFNIIDKDGEQLSEVLIESIQNNVVTLFKNQNHNLNENDVV
LIQEVKQQEGQQESYNQKFQIRNVKRNSFELVTDKIFCNYISHGVAYQQKQVVKISFQRIQNVLSSFSYFCENMGMLDRI
GEIKRALIHFCLNSTDQLNNDWNLDKIKLFINEILSQKVDERLNEHFNEDVYNNYRDELMPLQILLSINTQFQPLCAFIG
GMAAQEAMKAINKKYTPIHQAYVQSFEDVLPFKLRELNNIQQEYQQFLQKYGIGKDTNSRYKDLINTIGGVQNLHSSNVF
VVGAGAIGCELLKNYALLGVGKNGAIYVTDPDIIENSNLSRQFLFREKHIRKPKSLTAAAVVKSMNPDIKIIARLDKVCQ
ETQDIYHNQFYKQMNCVTNALDNVQARLYIDSKCVENDICLIESGTLGTKGHVQTIIPNLTESYASKQDPEQNNDIPYCT
LRMFPENNIHCLEWARDKFEQYFYRKPTALVQLMQEASPQQQTVDLALRILKKYPKSFQQCLELGRQKFQKLFVFDIQAL
LNAYPLDSVNKEGKLFWSPPKRAPQVIEFQGAFAYKFVEYFAILTAQIYGIQIPQQYDLTKINVEVLSKQQLKKNKIQDL
AEKQQNNQIEQEEEVKNYNQLLDEARNLLKQIEPSLPQPQQFEKDDDLNHHVSFITSATNGRALNYGIQQVDWMWTKLKA
GRIIPAMATTTSCIAGLQTLELIKILQKGHNYRNTFLNLAIPFLMQSEPGEVEKKTLANGMEITIWSKHQLKICKYMEPL
SGIIRKLENRFNTQIISIQQGAKVIYLSQMLPKDELELYELMNAPISSYVQFVNRESQINVQLKGCSWVVVILTMN    
>Ptet_A0D389_A0D389                                                             
MITPQLQNELQIYHRVIQSYLGCKQKLLMNELLQFTLNLAQQQVQQNQTCSQIIEALLPHLSQNDIKHIFIVFSQEVQQI
YLNNVNILLKYIGSYLPYLGGMDGIINADSRLIEQLELCQSMIYLLLQSEQTLAQLSESPDLNRLFEWYCLNSYSGNKLH
SYAGKLLKQVSDSLDQLFELLPCKQYMLQQIFQQQYYIDDVIVNQYENSQITSYTAFTYTSQILEVIQQQFDKYLISDDV
AQQFQSDIYHYLINKIIKEKQITQVQFLEEEFGNKMKDKIYPIRIGHCTRKERRVDQLQSLSHEGMRSEYQMVFQLDNEI
EIKNIRLGIQTFTADFADKYLGTPSSVLLEVGKSLEELYPIAEMQLINDEYYSQYQVKVFCYNSQLMNKQQLPPGQSVKF
ISFRMRQQYVEQLDVSKAIKKLCLGISFISVLGYASSRQKRRRLSIFYPSSVNPITKKTLQQLANDSIVLEQLQNNINKF
MNALNSYSFQLSPLILAIAKYNHEVGDWLVVKLMEYPEQYLEGEHVHERFLKLHNHLFQKLLALQINNHQQQDLLWYEKL
AQHFIESYCNVLLLQKSKLKQRELSLNISKNDIIHLIELFQLLHNKHARHLLIKLIVTITYLPHPYEQILKKTQPYFFEV
LGPLALGNRVSIDWIINQLDSIFGKFELNYVIQFFYTLSTNKKIADHLLKYLLPLYNSLIEEPSCKTILKQFDDKTIELA
AKFISYMVQKYHAKFIIEALIRDIGRLEGNKDMKFVRSLLVPILNSEDYVFLKIQFEDQGKFILDPKFIAQKQIDNTQKQ
DELVFESLLLTIKQRDQLFAHISETYWNKVAFQKNDGDSDMLPHLEDKFFNSSPQMMVINYRINNVDKTIILYHNVKCTK
SDKLDLTYSWNQGKMKVFYFNENNLIVNEEIDINAQIEIYDEQGTLTFQNNDKENHPESIWHHLIQKTREVQTIQRLNIM
FQGVRPQKQKKTLPQINIPQETTSLLFPNYETNQSLLYYSVVPVYQLPSQLKLCELKQLIVFNKYGLKQECNIFENQQKL
NELPTNQQNIIELVINAREFIDNIHPKTSSFTYPQQLTIFPLFEELNGVNAMLSVIREGIGQWKNQQRANSWLQFLNELQ
SFCQLPNFFNLFMKNQQCVNLLFDLIAGPPDSSNNKKLEEEEQNAVKFIYTTLVNVFSASSGPEVRIKALEQNLIKQILD
RIALVSRETKREFRNKVEEQVVQESPQKNNTLQKSTKQKRGVGYASDNTGQNQKWNTIEYVEKKTQKSQQLIGLLGIVES
FFDFQHWHPSEELLHKLKNTLFESALLPLLESAFRSGSLLEISKEFELYCKYLKIVQSMSQHKVLASVFLKIPEQYYPPQ
TQSLFELLSALADTSRIFMNCVQNNRKKNEEEEHSFEIAKMIIDTHKRMENCINKMNDSGSSSNEEDETEQLKKQKELAN
ELIAEILSKNLPEAYRTLLSDLRFSYIDMKVGGRYKHHYSGNISTQINQDKIVRLAQEFADMSTSLPIEHTNAIFVRADK
ERVDVMKALVMGAKGTPYAHGAFLFDIYADDSYPNAPPKMNLSTTGNGKVRFNPNLYSCGKVCLSLLGTWRGNASENWDP
KISTLLQVLVSTQAIIMSEEVYFNEPGFEQEANTDEGEKKNEGYSNIVRYCNIKYAMIDQIRDPPKGFETIIRRHFYLKK
QEILEECNKWVELADTKEAVYTGLLNDHNSSWCSEFKKSKKAYHKKLSEAVKELEEELNKIQPPSAADLEGSRVLRTSQG
MANLDEVDVTYTKIQQKEFEANDENVLDRWSRYIGAMGMDAVKKQANSCVLVSGIGALGIEVAKNIVLSGVKMLTIHDQQ
KCTQYDLNGQFFIEEKDIGKNRAEVSWEKLQQLNSYVRVNYETSELLNIDLTKYSIVVICATYPNDVLFKLSTLCRQNKV
KLIISSVDGVFGRVFNDFGQSFIVEDKNGEQTVDYIVKSVTDKGENKLHFEITGKHEFQDNDIEWQTQMEFQLTKPFKRL
NLGDTIRMDIQKYIRNGTIKLVKVPVELSFQPYNQEFIDKPIYDPNMSEYDFIKLQNTEHLHNLYNNKQTKDQDFESIFK
HYSVQGEFSPLSAYLGGFVSQEAIKGITNKFTPVQQLFYVDCTEVLQKEISKDVKISERSLSRFLGTEIAEKLEKSKIFM
VGCGAIGCELLKNFAMLNLGVKGSITITDPDHIEVSNLNRQFLFREKHLRKPKSQTAAAAVIQMNPYLRDHIIARLDKVH
DSTEHIYTDQFFEDQDIIANALDNVAARRYVDKRCVNARKPLLESGTLGPKGHVQCIIPFQTESYGSSNDPVEEGEIPYC
TLKMFPEETFHCVEFAKDKFGKHFSARPKQLIKMMADDYLPSLEDNKPLREGIKLLKNKPNSLEDCLKWARGKFQKYFVN
DIKQLMYTYPEDAKTKDGNLFWTMPKRPPKAIQFDPENEIHQQFVSTFAFLRAKMFGLETDKDWRTKAYRQQVAKQANLI
TFPEWQPSEEKKKSISDKVKEQGQKEEPEENETTQAQSTQEETQLLFKQFKSLLPITLASDEFEKDNDQNGHIDFIHSFR
QSKGCKLQIRIYGLADCENQSWTYCTCFGYYYCCCCWPIDN                                       



>Ptet_A0C7B3_A0C7B3                                                             
MSHSLKEANYSVNQVECEILQEYLGQPKAQSLIQQFAKSSEFNILVTPSGLVVQCCGNTNIIKKFGTLQMSKGTHIWEVI
AIYDCSQMQIGVSTVSKPGQEKVYVQSFTASTIRTITVILNIELGEVNFYLNGNHNQKKTLPVEKNAIYVPLVQFAPHGK
VAALNPFAQHPNLNYPRIKCLPLNLFTKTNEFKMPNQVFTGNLSNIELKEFKPNQMIKISNNFIYFHNNKMKLLRPKLGQ
SNIQETQLVNLFNNKPETPQSLISIRLMKQHYELISTAFTWKKSLTNGFTNQNMIEQFHYYWLQAKQFESQVLIQIPYIL
MKQIVLSQLEEYEQDFGLILKQDEQVESCKVLKIVRVLLEIDEQLYAMTLNNQEFEKFNSTTSFNLVPRIFSQFHRLHTF
LDSNNYPYDIISLTELGLMKLPGFSNLFRHFTNYRHQIEPITYQNDLSSILPAEKIYSYIDIPLALTINNIPYVDLEPNL
QMVKSVNDSIYFSLINEEGRIQVWNGELSLHRCLQFNLRSFEEKVEDQNSLAPLFAEPQSENNPSSNIENQDSQSEEAQE
AIVPNEDLLEQLYNMGFSIEASKQALIETKNKIEEAIEKVFTIEEQKAKEKQQSQQQEVKLPKLKPYWTCKECTLLNSNE
NLKCQACDAQPPQDAFEKETAIVIQEQQLEQQTEITEEKIQKIQEDNNEKLRNIFKTSKLSNLIQISLQKPFRHLLFAHV
FTTEQQSYLVLNRFFQSIKYLGQFFRTNNEGNYSILTNKSYSQIGNYQNLLKLLNEGENSRFIYETLYPVLTQSQEEFEF
KDQIILAIDETISNLFFQDDMIVIQGATKIWECALFEGENYQPKLAVAQKQEKAVITNQLEEAIEKEQAVIQQNEVVESF
DDLTKLTPEEISDLAKLNEHQDVYFQPISNNPMLLSQQKGDSWANIIVDVDQSSQNQIELNLVNQQQMMKLFVTGFSDKK
SQFKSEGWVSIDGLKPEKDDQLPLTIFTHKGSQFNVQQCISKICFVQQEIFSTVYSKPEFIFKHLHGKLMSFSKFQVASP
NKFQNTGVPLGSGLIFIGNNANDFLYCQKFSNFNKEKYQEWLKERQKDIRPLKPWEPVAFFELGANEEQLTFSLENPKIG
KYVLLMTLSAKQTDQVKFEQNPLTLNYFVAYGTVVKENMGDQLVQSQQSLELFRDITLKVNGAVLDKDQCQFREDTYGNY
NKYICEIPASLLANVQNIKIEFQKSDISFLQISGLKQKDINQKLLQKLPQAHLITTLMHDVTKYDEFNQKLMQLIHNNKA
TQQQRFSAIKVLCKLFQSIPQFVTICYKDLDILEFIKLNLLAQQQEEESSVQTFFQLFLSIPEFNGQLVKAVKDIINNIF
TLSDIIKPAGFIQLLQMLKKYASQDSKEYYPYILSHLKQIAKFIHKVDSSYFNKLNQFQIFLMLTEEQLFSDRYCKLTQF
AEDTPLISQVLGEVQKQIEISNKEKVDPEKPNNMINIDINIKKPLYSIIVFSRQPHYDEYVIDLLSQFDVHQFQLVFNTP
QISCRVVRVTLFNGQTNQPILDVTLPDWLLVQLTKYADQHSANMPKSKLNIMSWNIKAQQVRTLKLQITYSLTAATRTKE
ESNIAPKELCIIPQFKGQLSQNLEKFGQDKDQIQSQVLFTDGDFVFEKELGFPNSLKYQKYNNQGSIYLDSAQVLGLKQK
YVILKIKESNNLNGPHTQIQSQYYRALLVQKQKELKQKLQQNQGKEKIQDTIQIIRKLQLELIQDPNSNINLSKSLDFLY
TYAYELIKILIHADSTCQQWRSDVALREQEGLKMAQLIYKTFVQMNQGPITDLSFQLLNIILSNLNLKYWILFTFAQYQK
IDQDANILNTLKILHIPICQTIMYISIILSEKQQIKQAQQLIGLVLTKLVDKQFNNKELVDPQMQIKPLGTLRSTSSQDL
EIGQVEKLTDECFELTKPKVFSTLFCIMKWTLQNQQQYQIQDVQNLFLKTCNVLMKLNNDELIQFVTEITNPTDPTQSGL
FQLLANALQSSDSNTILNQIKQVIEKLCTPQTYKLIFYFFQIVLNAIVKHANENLSIFPQPLDSSAWFQFLSFVVGQLLL
LSNMNLTQGEQRQNQRKRSIKYQAAQTFQEFSEKFEEGGFIQICNIETLSQMIRFLIEPRKNLVNNETLENSLTYWGLLL
NLMSKIPTQLIMEHKIYDQLLSIYLRLDANKQAVIQFRFIEMTKSILEHTQSTEFNSNLIKQIFQYQGTTLIDGLLNIVA
SQERKINASIFKLIFSETAQYLYKYCNVGRHDGVYSCELSLLKKLQFGNKLLQLMKKAECPIKVQMLIQEIPQYGEIINK
YIHWYMLNKSNVPNVTPATEILGSISKQVRQIFDWLQADQQLSTESLIQLFKFQKEFDVVVQEQMNQMTNILSYSLIKHT
QEIFEELNELWMTTDQVVREIAINGNGFEYLLEKTHLTSSTFEEKTEASEQQPQEEEFANKLAMIDPQKPQGQQQPQVKD
WQVNKKGVKAKVHVLTLKDELSEDYILEFQLEKAIELKQIKIGFQAYTPEYNDRILGVPDIVVVEVKNKTSDNLWYPIGI
MTLIEDEAYTYYSVKVMALNVWRLSAQGNLNQQIKSLGQQPISYIRFIMKKPQITFLEQISQLSFKQYNNIQIGVSFISI
TGFDSTINRNKQIQTIQEKTASRLLGKMCSQKFRNTLFDISNNQNIVQQIKKSFKNISQALHSNESTLSPLFIGLTKYNP
EFGDWVLEQIMDITLEWAHAKLTAEIVLQDKDKQLDRLKKFLNYILNQIKQIAQIAKSQDQFTQLTLLIEALTYAILISS
KQKNKDPILLEVEEEDFLNILQAVEVTSQSYEHCNMIIRLFITLIKLPQPYVLNMQLQQTGIIDMTQQLLQKQSLYKLKL
LSILVQISNEVVSLIKPYLPKIFEQTIESLKKTDNTTLSDYFFFFDSSANVLELKNFYCENDYHLQVYENLKVSNPSKTL
LKQIDQLTLGHIVNFIGKITLSNPQAIGQLAQKLIQDINLLSQIVDINYVENVLIPLLNFEEKIDFTIDIWDKESQIFVG
DIRKLSSLHVQEDETNEASGSHELNGFQAKEFTPQYYDALQSAIQKVIKTNSLKKGGRWVKEMELSQGGSYFHKTLSTLQ
KGPFLILLFGKNNNQNENCIIGLFSTQKCGNLVSEFQHDYYPGEVYPIPENGEQFGFTYEKDKIYHLLNNDRKTFGVGMD
HVNGGSFSFLLERINLTFSDDQEVSSISIGIHDFELLEQKPEEDYYFDDFWMQRMEIWIYQQPQQVSKSTQKPLFSGQQG
NQLIETNDTSTFGYGILSNPILQDKYFAKQSVYNYLSATPVYSIPGNCNNTNILQCIYVSNMFLNEQAIKNSTIIQMNGT
LIQQQTKPFPTFTVDGLELLGQLNSLTETPLQYSSSLKIFEAFQNQDGVKQIILAVQDATKKWQNQELTQIWNSYVSELS
AFCSVPQFFSYFLKNKKSMELLFQLLAGTPDQPNSDQKAWKEKEIDAVKFIYDTLSDVFKTHNNQEIRIIAIKDNLIQKI
LDKIAIVSKEKKRVYQAVIAEEPQQPPQQQQPQAQGDKSVDRKPKKKQGVGYGSDQTGQNQKWNTQEYLDKKKVRSEQLK
SLLEIIRNFFNYDNWHLNQELSQIINEMIFESALLSLLEAAFRSGSLLEMSKDFDLNLCYLQLTKTLAKHKNLTPLLLKI
PPNYIPKQIESIAQLLSNLKNIAHIFLSCLQTNELSEKDQISKQIATIILETDTSVQEAIERFQCDESENEQEDAKEHEL
QEILKLPLNEAYRLLLKDLRFDYVSFKGQNQQYLHYYEKQITQAPTPTPAKLIRLAQEFADMSNSLPVEHTNSIFVRADK
DRVDVIKALIMGASGTPYAHGAYLFDIYFEDQYPNTPPKMNLSTTGSGKIRFNPNLYACGKVCLSLLGTWRGHASENWDP
KLSTILQVLVSTQAIIMSEDVYFNEPGFEGEAGQQDGEMKNEAYSNIVRYGNIQYAMIENIKNPPTGFETIIRRHFYLKK
GEIMEEVRKWVQYAEQRQALYMGLVSDHNSQWCSVFKKSKTQYLDMLKDATAELEKALNSLQQPSIKEISPKLNQRRKKK
QQENQVIVQKATDGILNLEGVDVTYDSNAIQEQVIDVSNEQVRDRWSRYIGAMGIEAVRKQANAKVLLCGVGSLGVEIAK
NVVLSGVGVFAIYDNKVVNQDDLVGQFFLSQSDVGKPRAAACVDKIQQLNNYVRVKVIEKDVQQYITTEQFDIAILTDVY
DYNELVCWDNLCRAHSIKLIIANANSVYGRIINDFGAEFKVIDKNGEDIPDVLIKSIQADGVVELLDGQRSQFADGDSII
LLEVQGMKAGEQSINNQLLKIQTISTKKFKIIDDISQYSPYLSSGIARHVKQTITCTNKSLDVVINSDDCLDANLKESDS
IKLVEQSLMHLAYRTLSYTNGDIVNLLDSVIKFDKANFIQQNSKLAKYLEFYLKMFQKTFALPAFPPLAAYLGGFVSQEI
IKALTNKFTPINQAYYFDCIEVLPFEIWDEKGDQQAQIQAVDQLQLTGKDALTKLLGEDVYQKVRSTNLFMVGCGAIGCE
LLKNFAMINLSIDGQITITDPDHIETSNLNRQFLFREKHIHKPKSQTAAAAAIQINPLLKGKLIARMDKVHEQTENIFHD
QFFEQLSLVANALDNVQARRYVDRRCVKAKIPLLESGTLGPKGHVQCIIPFQTESYNSMQDPVEEGEIPYCTLKMFPEET
FHCIEFARDKFNKLFSLKPKLAQNIIENQSFNPSNPEEIKQLKSTIKLLQQAPTKLEDCIQWAKNKFSKYFINDIKQLLY
TYPVDAKTKDGQPFWKLPKRPPRCLNYDIENLIVVQFISTMAFLRAKQYNLPTPADWRHEKNRRDVATLGEKMTSKEWIP



NDSKKKEIEEQVLKLENKAQKQQEEEQENAIFDDPNKLLAQLQGLKQAGIKLFSQEFEKDCDMNGHIDFIHSLGNLRALN
YGLDEMDWITVKLKAGRIVPALATTTAVVSGLQTIELVKILKRCKLENMKNGFINLAVPMVQLTEPMKAESIKLNEEVNV
TLWDRWDVKLGKEITLQILFQHLKQTYHLEPANVFKQSSVVYMHDLHKGSAIFTQPIIELLDVKNDYVDLVINFVKDEQI
LKNVPEVRVYFNE                                                                   
>Ptet_A0E0I6_A0E0I6                                                             
MQQSDTKFDENLYSRQVAVLGAETQSKLIQMRCFIYGLRGLGLEIAKNLILAGPKSVTLYDPTVLSISDLGSNFYATHDQ
VGKVTRQDAAIKSLKELNPYVSVEIYNGQFNGASLSEFSVVVLTDVWDQKFITEVNEAVRQKGHGFILAHSSGLFGSAFV
DFSDKFQIFDPNGEEPRQAIVAGITNEVDGIVSTIEDKRHGFQDGDSVTFREVVGMSEVNEKIFKIKVKSPYMFSIGDTT
KFSQYLREGIAVQVKVPEDFEFKSFNASLTHPFAPGKNELDLMDWEKIGRPEQLHISYNALLQFTQKNGRLPGLLNQEDA
QQVWELAQQINNSDRGEGALKAELDEKLVKNTALFFSAQITPLTSFWGGIVAQEVVKYTGKFTPIRQWLHSEFFEALPET
EVNRTLQNSQYDDYIAIFGREALQQLQNSKIFMVGAGALGCEYIKMFALMGCGSSGQGLVTVTDDDNIEVSNLNRQFLFR
KNNVGSNKAATACKVGEQMNKTSKFKSYALRVGKQNEPIFNDQFWDGLDMAINAVDNVHARRYIDSQCCYYGKPLFESGT
LGTKCNSQLILPNQTQSYSESQDPPEESIPLCTLKNFPYQIEHTIQWARDYFAGFFEDGSQDCIKYLENPGNYIKRILTE
LKSQPGVLRPKLESVKKFAEVAAKPSLHAIVSLAKNMFQDIFCNQIKQLLYCFPPDHRTSEGQLFWTNPKRPPTPIEFDQ
NDPLHQLFIHSAVNIFSQIYGLPKQDKFDEIAKLLPTIQVEKYVPKQVQIKENEKDTKEEKSEDDETQIQLLAQELEKLT
LGNKEASKQLQECAFEKDDPTNWHIEFLSAVSNLRARNYKIPEVQPFQVKLIAGKIIPALATTTAMIVGAVGLEIFKYIL
KKDVAKMRNAFINLALPLFLFSEPLPPGEHLDQEYNVLLLGPTKAIPAKWTAWDRISITQQMTLGQFIEYFNQKYGVRVS
SITVDQYMVYSNYPLPSQETLDKDLGKLYAERTNQLLPAHKIYLDLTVGGELDVNGVEVNADVAPVKYQYKK        
>Ptet_A0CMC8_A0CMC8                                                             
MFFSHLTPHTVASLQGTRIQQLHPAKDSSGLAIANVCFSEGVHYWEIVCPFNTDGVKIGISKQQSPSENFEGHLFEFKTT
TQRVVGVLLNFNEQSLQFYLNGNLSTNKGIPKGSLISCPWYPCVRLSQFGNSVYLTMKYEDRSVVEHCEQVQLETQQSQH
PNPFFLINKNEIHQLQDRLVSVRNCPLVGQQIPKADLDVLIKMKLVICDYHDQNEIVYLILNEETSQKLKRVRQYLKHHV
RKLKEKFESKPQEKEKDQLLQEITQMLPNNEEIVQEEKKDEFEYKYSIELCRIADRIIVQLIEQFEEVRSIESAKMRLQT
FVDHPATDNPFKVVEYGKYLQPGSGVKYAYCDNDINNNGTKHSKLILRSEIPAQGQIIPCKSDRYFSLRNQDRLTIYNGE
AELFKVIDVDLRQLGPYQKNIKVIDVQQEETPSHIYKILENYIIGETEQLPLYDQTILEKLIRMGFEESDCKEALIQTNN
NFDKALDIVSRTTGEWQCKFCTLVNKETNQICEACEGPRPDDSQEEEFLIKQPLQIQQDLVEVDQKEEIHQEFKDKITES
TINHVSVIHWDSNNTTFPILVASVHNKNILSIKFISYSQNYLDQFFINEDGYYCVLTNCWSKNKDYSLLLQSETSRQIVE
TLAPLYSKHCKKLEMNLVDHKAIQLEYEIKAIDSAIWNNRLYVFLMGDQALNIYEITQNSKIELQKQIFIGSDYNLLISK
TKCLIYSQSKNLIINSQLNVSEIQEPISNAYIKDNIICYESNTQHKQIEDNSEILENNIIQSEEVQIFQTVTDDVHSQKF
QIADNYTHIHVKAVFEGPIEEPKQIPLMNSPLTVSDPQKLPLTVHSFKGASFNDQTFVTQMLFDSNKPFSSNYPNTQFIF
RSQFDEIMLVDHVRVKSEITNVFRGFPIGTGLIFTSKEEHELNDTSEFDYFDKQQYEKWKSTHQSLFANQPVGYFEFEGD
SKEALCKLEVIRPCKYLMLKPTNFRKTPHDHTAHIQTNSVEIKGFAAYGIEIPKSQIENSTFGTISDCQLLTQLRKRIDL
PDKLIVQCQYQGINGYPSNGIIEFDTVFSGDFIIKPYEDQEYKLLKVTVTGKKYNNLYINQLDNLIEEVYQKKPGALSVL
NLFMKKESKKVLEIISLSKFILGNVLSQNVNEQVTEFFRHLQQHDEFHDILLQVAQQILNKIEKVVLTESGLEYFLGLLT
YTAKFKTQEITDLAIKSLLLALQKLKTIEHKDMFLFSTKYGGPQGQVQIQEIDEKQIEQNGNQKTLICQKDPLSQILIMQ
LSNKQQIRRFEVNLLGEFEIEKLSLRFQQTSNSVKFRVQVWVDNLVLDQVYDEWTFVQFTDYVHKSANYNNYNCLHIGLN
RIRARKLLVQLTLGSDNYYSKQSVQLQIPQNYLTIIPEFYGSLLNAELSPLEITEDFRFKNTLSLGESLYYVYQSDKSIL
MDSYNVYKKTDLTDHYIVMSTKSLRRNADYLEQAIYKLQSEMQLKEKSNLQTNHLQNLIEQTQLEFLKVAPPRNYENNSN
FLTVFSSLLLRMLIAISGTVPDVLEFIKLIISLGDMNGITDLALQFIQKKVKDQIPEEQWNELIIGQFTSQNALKKKLLH
QLPIPILESLQKLIELKDDVLYDALVTQLQRIPQQKYTEDGNPDNEKILTLIFEFLINDTKFRLKLLQNALPKCTALQIK
NSLNEKILTDIFSRGISQPEKFKFLLEMLLQPRQLESRYTDWAATLQLSDQINKTLQIEKDSLIYISKYIIYFCQIYIKE
NVEKLSIDNLLLLFDFLTKSVKKVNKLKTRETNKQLTDFEDFLQRQHIQICYPDTINRLIQLLEKSENYLAWNKVLKVIL
MITPQLQNELQIYQRVIQSYLGCKQKLLMNELLQFTLNLAQQQVQQNQTCSQIIDALLPHLGLNEINHIFIVFSQDVQHI
YLNNVNILLKYIGMYLPYQGGKDGIINADSQVIQQLELCQSMIYLLVQSEQTLPQLKESPDLNNLFEWFCLNCYSGKQIH
SYAGQLLEWMSESLDQLFELLPCKQYILKQLFKQQYYIDDVITKQYENNQITSYTAFTYTTQILEVIQSQFDKYLTSDDV
AQQFQSDIYHYLINKIIQEKQITQVQFLEEEFGNKMKVFNLPGQNVSNQDWPLHKKGAKSRLALITLPQGMRSEYQMVFQ
FDNEIEIKNIRLGIQTFTADFTDKQLGTPSSILLEVGKSLEELYPIAEMQLVNDEHYSQYQVKVFCYNSQVMNKQQLPSG
QSVKFISFRMRQQYVEQLDTTRTMKKLCLGISFISVIGYSAIRQKVDFIYTLQEKTAIEILSKFCKPNYQKTLQQLANDS
IVLEQLQNNIDKFMNALNSYSFQLSPLILAIAKYNHQVGDWLVMKLMEYPEQSHSKLLSQIILEGEHVHERFLKLHNHLF
EKLLALQINNHQQQDLLWYEKLAQHFIESYCNVLLLQNSKLKQRELSLNINKNDIIHLIELFQLMHNKHARHLLIKLIVT
ITYLPHPYQQIEEVEQILQFTLDKSRTQPYFLEVLGPLSLGNKVSIGWIVNQLDQIFDKFDLNSVIPFFYTLSTNKKIAD
HLLKYLLPLYHLLIEEPTSKTILKQLDDKTIETVAKFISYMVQKYHAKFIIEALIRDIGRLEGNKDMKFVRSLLVPILNS
EDYVFLKIQFEDQGRYILDPKLIAQKRIDNTQKQDEVVFESQLLTIKQKDQLFAHLTETYWNKVAYQKNDGDSDILPHLE
DKFFNSTPQMMVINYKINNTDKTIILYHNEKCIKQDKSDLAYSWNQGKLKVYYFNENNLIVNEEIDLNAFIEIYDEQGTL
TFQNNDKAFLELEYVAGEPSRINLTSLNLKDQGIIDNLKIEYYVSGVRPQKQKKALPQINIPQETISQIFPNYETNQSLQ
YYSAVPVYQLPSQLKLNELKQLIVFNKYGLKQECNIFEKQTKLCELPTNELNIIELEVNARDFIDNIQPKTLTFTYPQQL
TIFPLFEEMNGVNAMLSVIREGIGLWKNQQRANAWLQFLNELQSFCQLPNFFNLFMKNQLCVNLLFDLIAGPPDSNNQKL
EEEEQNAVKFIYTTLVSVFSASSGPEVRIKALEQNLIKQILDRIALVSKETKRVFRNVLEKQVVQESPQKNNTLQKSTKQ
KRGVGYASDNTGQNQKWNTIEYVEKKTQKSQQLIGLLGIVESFFDFQHWHPSEDLLHKLKNTLFESALLPLLESAFRSGS
LLEISKEFDLYCKYLKIVQSMSHHKVLAGVFLKIPEQYYPPQTQSLFELLSALADTSKIFMNCIQNNRKKNEEEEHSFEI
AKMIIDTHKRMENCINKMNDSGSSSNEEDETEQLKKQKELANELIQQILSKQLPEAYRTLLSDLRFNYIDMKVGGRYKHH
YSGNISTQINQDKIVRLAQEFADMSTSLPIEHTNAIFVRADKERVDVMKALVMGAKGTPYGHGAFLFDIYADDSYPNAPP



KMNLSTTGNGKVRFNPNLYSCGKVCLSLLGTWRGNASENWDPKISTLLQVLVSTQAIIMSEEVYFNEPGSEQEANTDEGE
KRNEGYSNIVRYCNIKYAMIDQIRDPPKGFETIIKRHFYLKKQEILEECNKWVELADTKEALYTGLLNDHNSSWCSEFKK
SKKAYHKKLSEAVKELEEELNKIQPPSAADLEGSRVLRTHVKKQPKVKNLKEGMANLDEVDVTYTKIQQKEFEANDENVL
DRWSRYIGAMGMDAVKKQANSCVLVSGIGALGIEVAKNIVLSGVKMLTIHDQQKSTQFDLNGQFFIEEKDIGKNRAEVSW
EKLQQLNSYVRVNYETSELLNIDFTKYNIVVVCATYPNDVLFKLSTLCRQHKVKLIISSVDGVFGRVFNDFGQSFIVEDK
NGEQTVDYIVKSVTDKGENKLHFEITGKHEFQDNDVVMIDNIEGMIDSNGNSINKTIQKVKVISKSILEIQLNGYSKYIR
NGTIKLVKVPVELSFHPYNQEFIDKPIYDPNMSEYDFIKLQNTEQLHSLYNNKQIKDENFELLFKHYSILGEFSPLSAYL
GGFVSQEAIKGITNKFTPVQQLFYVDCTEVLQKEISKDVKVSERSLSRFLGTEIAEKLEKSKIFMVGCGAIGCELLKNFA
MLNLGIKGSITITDPDHIEVSNLNRQFLFREKHLRKPKSQTAAAAVIQMNPYLRDHIIARLDKVHDSTEHIYTDQFFEDQ
DIIANALDNVAARRYVDKRCVNSRKPLLESGTLGPKGHVQCIVPFQTESYGSSNDPVEEGEIPYCTLKMFPEETFHCVEF
ARDKFGKHFSARPKQLIKMMAEDYIPQFRRQQTFQERLSNCLRTNQTPLKIALSGQEESSRNTSLMTSNNQYVKTKDGNL
FWTMPKRPPKPIQFDPENEIHQQFVSTFAFLRAKMFSLQTDKDWRTKTYRQSVAKQANLITFPEWQPSEEKKKSISDKVK
EQGQKEEPEENETTQTQSTQEETQLLFKQFKSLLPITLASDEFEKDNDQNGHIDFIHSFGNLRAANYKLEPMDWLTVKIK
AGRIVPALATTTAVVAGLQTIELIKTLKNVQISDMKNAFVNLAIPFVKLTEPGLVPKKKINEKVTVTLWDIWTQEITKQT
TFRQLFEILNQQYDLHPRDVFLKAQPVYMEIMYAKKAEEKKHFLGPSNHQSIRNTEICWI                    
>Ptet_A0C2Y2_A0C2Y2                                                             
MQHNDDFDFQGGNQPQIEQDQKDIKIQELNDDDDPVFMILLEESNITDLEYAILLDDLLFFKREARLYNYIAYLFQLTEI
DKQNAPEHIGQLTKLLKLLFQIHEIGQHSEYTQIIEQQHPFGLFINSDLSMIDLLKNIILNQEINKKKDDIFFQIRIYLP
RFLIFSINPPKPFVSKNQMKSLQNQIISKINNQVFETNNVTPCQLDLLAFSYISDSKLNDQLYNEIIFLLKSTLDSLLEA
NSAEQGYNQKIKNLLEFFLVFTTNEKILQSFHQITFHTTLYNSIKNSFSAYGIDNQPSWFQDPLIIDYMVNLITRILSSY
QDNQQFTDILYEDFINCLKHKELDLITKVIIPILNSQQAPLVLVCFHPKVSVQERKLQSELFLENYSKMMEDSLIEQNVQ
SLEKNYYKKLNYYYSQLRMQPIHFIPKTETLTQLRQLYDENINITNLREGSINDIEVINPVTKILYLNSNYQKSLLVSFG
KSMGGFLRLFDEIKLYLGEDNVEVKELLNELQIFCQIEEFQEDIVQLEEFQKYLISLVEMNKNKDITEIYEKLNSMIYQK
LDQFFKEKPYLKFIAILKYRIFEQIVITAEKQLNYINKNQRMDSGNPKDVGNGKDQQFQQFKQNQNYKKAKFENILNCIL
QLLDQPVSIKILQRIQSSDVIKFVIKYLQSINLTSSKSQKTLGQIVKLIYCLAQSEMTLKLFISNENICLFRQMESFNNK
LIMRLQAGSYILNTHKEFMQLYQYVEASLYAARLINIKFLDLDHKHKEDAKLSKLQLYSTFMKILAVGKCEIKTDAKYLS
NMKEYYQQTKSRSEYKIQKFLNQISTIEQNIPIQATNSIFIRHDNARMDCMRIVIFGGSGTPYAHGAFLYDLYFGNDYPV
RPPKIKLATPRHDKVGFNPNLYNFRRVWLDLLGTWDDSWNVDYSTILEKLFSVKSLVMSENFMINKPESQMETLNVGQAN
RGYCNFIKINNIRYAMIEQLQNPPRGFEEVIKKGFYLRKELIMKEIELWIEQADLPATYNQIQNEQTYNLQPSFYKQDLI
KIYEELKVELEKLKFDIETDFQVNQRKKEISLNFETPYSQQEQKTKKQMLMPQGLNINEIDVNYNENVQQRQFDLNDKNL
QNLMSRYIAVVGLDAVKKQSESTIFIHTLNGLGIEIAKNLILSGVKRLILFDSELAQMSDLGSNFYLTEQDLKKRRDLSV
LNKLRHLNPYVQIDVLQNSLDELNLDEIQVFVTQDPDIASKVSTNNKLAVILAQTRNIFARIVTDFGDEFIVEDKDGEQS
SEVNIENISNNVVTLFKNQNHNLSENDLVIIKEVNQEQGIGESYNQVFKIKNVKTQSFELETNRVFNKYVSHGIAYQQKQ
PIRLQFDRIQKAISSFNHYCDNVGIFDGIDLIKRDIIHFCLNTIAKDQLTHNWDIEKIKMFITSMRLSDLNQKLYFKYNE
CVLTKYQEELLPLFTLLSMNTQFQPLCALVGGMAAQEVLKAINKKYSPIHQVYVQSFEDVLPFKLTEFNFVQVSQPNNLE
INLKKYEECMSKLGFQQNQNTRYTDLANTIGNINQIFNADVFVVGAGAIGCELLKNFAMLGVSKNGKIYVTDPDIIKNSN
LGRQFLFREKHIRKPKSVTAAAVVKYMNPDINIVARQDKVCPETQDIYHTNFYNQMKCMTTALDNVQTRLFMDSKCIENG
VPLIESGTFGSKGHVQSIIPYIQTERYVKKQDPEEINDIPYCTLKMFPESNIHCLEWARDKFEQYFFRKPQALFQLIQDP
SPLQQTVEMAIKVLNKYPTSFQECVIMGRLKFQKLFNQDIITLTSAFPLNSVTEEGQPFWAPPKRSPQPIEFGEKFAFEF
VEDFAILTAQIYNIAIPNQYDLNLILQNVQIHKMDIKQNKIQQIIEIQDKNNQLQKQIVIEVKNYDQLIQEAKSLLNKVQ
PKLPQPQKFEKDNDTNHHVSFIKNATNARAINYGIQRVDWMWTKLKAGRIIPAMATTTSCIAALQTLELIKILQKSTQYR
NTFLNAAIPFMMQSQPGKAQEFKLNNGLSISIWKKLNLNIKKLTEPLQYIVYEIEKMVGEEIINLQQRGKLFYMKKMIPK
DEIKRYEYINSPINNCIEFIDGLSQINVQISNNISFLVLITLV                                     
>Ptet_A0C6M6_A0C6M6                                                             
MIILTILIWKSVANKSISNNQGNLAENNKIVLLMIIKAQNGQQFIQIVDPNNIEDSGFVFLLQEASTSQLEEAMLQDVSM
FFNREAKLYNYLANLFQLTDLDMQGAPEYINQLTKLLKMFFQIHEVGQHSEFSYQLAQQYGLKDFKTGYPFGFLINSDQS
LILLLLKIILSEEILNKENDFFSQIRMYLPRYLIFSMNPPKPFISRTQLQSLQNCVVNKVNNELFETNFERPYKLDLLAL
SYFSDPQLNFQLFKETVDILRSILERQPYQSISNSLLEQKNSQTDINREIQNLLQFFLAFTTNQEILISFFKLNLHKTLY
NNLRLCQPIFGCNNPPLWSKEPLIIEQIVTLIVRIMSSDQVDQQFIDILHEDFTFFLKHQKLDLIYKVLLPILNSEQGKL
VPVCFHPKLSVSESKAETEKFLSNQTKTMAGSSTLVTELLTRNQCDKITQLVQDNLNKNIQKQQIPNKIKNEQVQMELEF
NDQAMQDLFQEDVQWEKFQFEPHNVVQQKQPIPLQQNIIINENQRQIAGSWIHLHSFSAFNPHFDSQILTKVLDNRTNVL
FIFEMMVGQENVKLVCFVNHLIQDGRRQNYVQARSNDSSFYVMMVQDEHFWHVNALDGKPHVLLDIQQHMVQISHHNEPI
ACINFSDFQQSKFGFPFKNLQEKTLLMDQINAALQGLECYLLQIAIHTFDVNKDNLFEDDVQSLKKKYEKHMNYYYSQLR
MQNIQFIPQTVSGKELSQLLDENLEIEQLKEYSINDINVIKPVTQQIQIKSKQQKPLLTYFEQKIGGIFMILDYVKKYLD
QVQAEKQYKDLVNELGILCQIEGFQEQIVQSEGFLQQLLALAYLNKKQECKEIYQKINSLVYSQLIQLLQEKPYLKIVVI
LEHKLLEKIVSKTEQQLNLMSQNAQPQAQVKFEQPKMLLMKKQAANQGKPKGIGYGDIEYKGFKYINEQQQFNLQQQKQQ
QEPIVNQLEKKFNDQDINLENLLNCIIQLLDLQFINAGLLDSIQQSKIIDLLIKYLQNVNITTLEGSKTFSQILQIIECL
AQRELTLQLFISKENTCLFRQMESFNQQVIMFIKTFNSKIEELNKFLTLYQYVENCLYATRLITIKYLSQDQQNNVDVKI
NMHQFYRPFMKRLAVGKCEIKTDADYLSHMKEYYQQTNNPSQNKMQKLVSEISTIEENLPLEATNSIFLRYDTDRMDCMR
TIIFGASGTPYAHGAFLYDMFFGDDYPQRPPKMKLATTGHGKVRFNPNLYNCGKVCLSLLGTWGDNWIANFSTILQILVS
VQSMVMSEYVMFNEPGWESQMGTPNGEQANRGYCNFIKIQNIRYAMVEQLQNPPRGFEAVIKKSFYLRKELIMKEIELWV
EQANLPATYNQTQNQCIYTQQPQQYKQDLIKVYDELMVELEKLKFNIGKDFQTISNEKKKEITFNLDYKQQQQQQLTNKK



IMPQGLNINDIDISYNNNVQQRQFDSNDQNLQNLMSRYIGVVGLDAVKKQSESTIFIHTLNGLGIEIAKNIVLSGVKRVI
LFDPCLVQMSDLGSNFYLTEQDVNKRRDFGVLNKLKHLNPYVKIDVLQNSLDELNLDEIQVFVTQDPSIASIASNQNKLA
VVLAQTRNIFVRIITDFGNEFTVVDKDGEQSSEVNIENISNNVVTLFKNQNHNLTENDLVLIQEVKQEQGIGESYNQVFQ
IKNVKRQSFELVTNRVFTNYVSHGIAYQQKQPINLLFDRIQKVIGSFDHYCDNVGTFDGIDKIKRDIIHFCLNTTTNDQL
TDNWDVEKIKMFILSMRQQNLREILNLKYQEDVLYKYQEELISLLTLLSINTQFQPLCALIGGIAAQEVLKAINKKYTPI
HQVYVQSFEDVLPFKLTELNFAHIGPSNNLEINLNKYQECMQKFGFKSYQNTRYNDLVNTVGNTQKIFNADVFVVGAGAI
GCELLKNYAMLGVSKSGKIYVTDPDIIENSNLSRQFLFREKHIRKPKSLTAAAVVKQMNPDINVVARLDKVCQETQDIYH
NGFYTQMKCVTNALDNVQARLFIDSKCVENKVSLIESGTLGPKGHVQSIIPEVTESYASKQDPEQNNDIPYCTLRMFPES
NIHCLEWARDKFEQYFFRKPQALVQLMQDPSPQQQTVDLAIKVLKKYPTTFQQCVQMGRLKFQKLFNNDIMALMNAYPIN
SVTKEGKLFWAPPKRPPKPIEFYGESAFKFVEDFALLTAQIYNIAIPNQYDLNLLLQNFQIPKMDIKKNKIQEIVEKQDK
NNQQQQMEVEVKNYDQLIKEAKKLLSKVKPKLPQPQQFEKDDDTNHHVSFITAATNGRAINYGIQQVDWMWTKLKAGRII
PAMATTTSCIAALQTLELIKILLNSSQYRNTFLNLAIPFMMQSEPGEVEKFQLKNGLDISIWTKLKLEVKRLTEPLQYIV
KQIENMVGEEIKSLQQGAKVFYMKQMLPKDDEERYNYINTPIYQCIQFINDSTQINVQISDNKSLLVQITLV        
>Ptet_A0CVD4_A0CVD4                                                             
MFYEDYGKDVYIFKEQTLEEVCNNIEFTTLQEFKLLTSFEKIYQQKALYQYIKSLKNDYLKNNCIKELANSLIENCDEQL
LIQVYDDILDTPLNDLPLQLLSKSSYVAPPDIPEAFLQEFPHQVNNKYAWIDKGDQMQYGLEKPCILIYTNVILGMQKTF
NKTDLKCQADLVYYNNQLYHNQTVYFEQKGIRIMGQQFSKLEKIYVFQKSTNIDNTKTKLCKKLSKKGLIHSLLIQLAQE
KFDNKSTVNMLLYECLLFESQDWCQRIISQDWLTNVISLSLEDPKDTSIFHQVVYENLLQVNLNNYTEQQTDQLLLRLHQ
YYEANSLDLKQKKVEKQPPKKVEEPVKAAPQASSNNKQKGSKPKGIGYGDINYSSTYQTQQKKKEVQILDSDLIYQQAEG
YRWKILTEIFKKLRNLNLDYILMVEDSCLIPVIKSILSSLSKSQTITEKFEVIQIVFELLKKFLTEETMHLFTCKDYGDV
SLFEVIQKVNNESAFIQSKEDPELNQKIIKGISNQDTQLSEVLKDLQEFFNQLVIVLEKNKYIDVKFEETESQQIQDPAY
LYPMIMKPLVLKTSEVIKQPGWKKQLEEAYSHLSSSPPNKKMNRIIKELSDIGENLPLQLTNSIFLRYDKDRMDAMQAMI
FGSSGTPYAHGAFLYNFLFCDDYPSRPPKCLLETTGHGKVRFNPNLYNCGKVCLSLLGTWGDNWKANESTLWQILVSIQA
MVMSEYVYFNEPGWESSMGTVDGEKNNRGYCNIVKLANIRYAMIEQLQKPPAGFEEVIQKSFYLRKDVIIKEVQQWIDEA
DLPVSYHCTQNHNISAPFQQQPQKFKSILTAEFEALKKELEKLKVCITHQSDKKILSIIQRQSYTQIQQEKKKQHYRKKE
EISEFLQSQLPEIDVSESNVSNRQFDIQNAEVQNLMSRYIGVMGLDSVSKQSQASVIIYGLGALGIETAKNLVLSGLKRL
TIVEDKKLNNLGQFFVQNEESSRLEQSLLHLQGLNPYVQIDYSTDIISSIKSLNYQVVCLCEVDSLEIVNTISAICREYK
IGMIVSQLVSVYGRIMIDLGDQFTVNDADGEQVQEFIIENIDQDQGIIEIKGKHNLSPNDVIELKEIIQEDGKSLNNQQL
TVVKVINKSTINVGDLSQFGKYLRNGRGQTIKQKIVLQNKQMSAIMTDPIFDPNFILDEQKYTVINEQMNRFSNQSGEIN
ELFQKTGNQIFPPQAAYLGGIVCQEIIKAITHKYMPIRQCYFHTCEELLDGNLILGKELQQAIEKCKLLLIGAGAIGCEL
LKNYAMIGLGINGNIIVTDPDVIEKSNLSRQFLFREKHLRQPKSYTAARACLKMNPQMKIVARLDKISPQTERLYTNVFQ
YVDVITNALDNVQARLYVDSQCIEHMKPLLESGTLGPKGHVQVILPKLTESYGSKQDPEENNEIPYCTLKMFPEDSNHCL
EWARDKFEKLFTTKLQQIRQTFLFKDFTIEGLETTLKFCKNMPKKFEDCIQYALNKFYKYFVYGIMDLLKAYPLDHIVNG
KLFWSSPKRPPQIFEFKGEEMQIKFIQSVSYLYAAALGIEIPQQFDFEQTLKNIKPKEYKENKEKLQQIQDQVQKDAQAK
AQEEGNQDTQQQSQQELINQIVEYFKDYYEVTESTPKLLKPLDFLPQPIQFEKDEDDNHHVEFIQAALNCRAQNYGLEPL
DWLTTKLKAGRIVPAMATTSACIAGLQTIELVKVIKKLMIDENLKLETFKNMFLNLAIPYALQSEPGECQYEQINGKNFS
FWSRWDVNFSSQVNNLERFINYAEQVFGEKVTCIKQKAKLLYSPIMFNSKEEEQNLLQTPIYLLFEIQDFEEYVELDITF
QKRIKCRFYY                                                                      
>Ptet_A0DVJ4_A0DVJ4                                                             
MNKASKFKSYALRVGQQNEPIFNDQFWDGLDIAINAVDNVHARKYIDNQCCYYGKPLFESGTLGTKCNSQLILPNKTQSY
SESQDPPEESIPLCTLKNFPYQIEHTIQWARDYFAGFFEDGSQDCIKYLENPENYLKRILNELKTQPGVLRPKLESVKKF
TEVAKKPSLHSIVTLTKNMFQDIFCNQIKQLLYCFPPDHRTSEGQLFWTNPKRPPTPIEFDQNDPLHQLFIHSAVNIFSQ
IFGLPKQDKFDEIAKILPTVQVQQYVPKQMQIKENEKDQKEEKSEDDETQIQALTQELEKLTLENKEVTKQLQECAFEKD
DPTNWHIEFLSAVSNLRARNYKIPEVQPFQVKLIAGKIIPALATTTAMIVGAVGLEIFKYILKKDVTKMRNAFINLALPL
FLFSEPLPPGEHLDQEYNVLLLGPTKAIPEKWTAWDRITINQQMTLGQFLDFFKEKYQVTVSSITFDKYIIYNNFPQPPQ
ENFEKDLSVLFVQNAFQQLPAHRIYLDFGVSGELTINGVEVSADFAPVKYQYKK                          
>Ptet_A0ED87_A0ED87                                                             
MQIQSFDELATEKELKLFGKTTAQKFQRLKIIIIGLSSLGLEIAKHISTQQPELITLCDQQSQRLKQCEQLLKTNNVTQI
ETLEMSYKDNEILSKVDKHDLTIICDIQSLNFAISVSEHLRQNSSKNQKYNKGVIWTCTFGFICLKFSDFGQGFKVFDRD
GVQPFPYHITNITNSNPGIVKIHESIPHNYKTGDFVRISNVEGMTQVNGPEARPIKVISPTEFSIEYTQHYNKYLAGGLV
QLTKVPFKYHFQKLSESIYKPNTLKTNEDKIVYSTVIANLQLLDQTTKPQSEQEIINIALAVYKTFDLDQFDVQLCQKTI
KFMQTTKYPVISLWAGYCSLEVVKFTGKFTPLECSFIQFVSDIDSDDQQIKVKLQSLNALVIGSGGTGCEVVRLFSLMEC
CTQPNSKLTILDDDIVRKYTLGTHYWFNSSTLGKAKADVAQEQAQLLCNTMNIDVDKSKFSEKSEIIVKQHDIIFSAINN
QTSRLLIQQQAQKHNKILFDQILNGLKAYTQFGKPNQQLQIQETLKNVYNVDQDTYKKFPYLPIHCVLWAKEVFDNSFVG
FVTDFQKFLQDRNGYLQNFDEPDVVDNYHIRAHVINRISKPGFNLTLDKILSLSKELYEFHFEFKINELLKKYPTDALEC
VWTGYKKIPQPIKFDSNNMDHVAYIQITTLLISKLFNINASAVFKQEYVIDKLQQMTENYWNLTNPLVPTPVEYSSQNKP
QFLNFDDDQVRGLYVRCIHSLTNLRCKNYNLQPIPLYKVQKYALEMHRSNPIMHSIIVGWMGIELNKYLYGNCKQRNMHI
DINNNILEFI                                                                      
>Tthe_XP_001017440                                                              
MSEGDYDYNEDMGNEDDYYYDENNDDYGYDEEPQHNEEDYNHQMEEETPAVQGQLEQAAKNTIKNKVSVKEQQDIIDFLI
SDHKATKPIAVLLQQIEPLLLNKEEMQLIFLRIGKLLNEIKRQIQLLHNGGSWKFDKNGIDNLNELIEFTFRFLYIYQYS
SLEQFIDKTILLKLDFDKPFTKTLLNLLLKIDDYAESISFTFTDNIKKVFVFCLNPNEPFTNQDDGILNTISAQLIDVMG



MEPTHLVFDTLILTYFSNPLRMSVVLAQNIMQITSQLESYLQSVDKALKLNEQLLVLKMIQLLIFASQSDAKILNILISE
ELDKRLYDTVKFSDVSFIGDGKKQWSDDARLIQSKKKIDQRFAQTLLDDFLFLINQNKFSFIYSIIVPILTTNDTQYIPF
CLHKTWDINSVQNFNSYLKDISKKGVNANQILTDCRVPTDLLDERQREYLYNSFIKTGQNKDIKGVWRKIMQIDRDNPTI
SIDKTLPLLENEPQTLFIFNCTYQGTNIKFGVYVKNKIESFKNLQQNSVFDKSNKNLRATSNAESFFFYMDDQRMFHLKS
NQRKKLKTQQGTKWITSNQEPFAPNMKDLIRIEYSGISFILDEDIAIYINFGNIDLSKFDIPFQDIDLEDAFIASSKLNI
EEIFLENAEIWHLEQENANAKIDSYLQMFSQKEDLQSIYIQYLKYFRLEKISIVPHYITLQGLITNFIHQDNSNKKVVKK
IASKLDDELQLSSTIKQLEYIYDGSNTNKILDLIVPYSQANLLKLPFEEEFSKLYEVNKLGKNQMIEIFQNQCQGITKII
QIMDREAQQQYSQNLMIFFFEAQKFLTLPQFANHLIIQKDFFKIILQLLFTQQFANNKVGIVNFHQAVYMLFKSLRRLFK
YDKDILSKFEIYNGHLPTKKKNKKPKVVNEVFQESSSKNNASSSLTYGSGGSSNLSKKGVGYGNGSSDTSWMKNYSSGYS
TAVSEDALNNQNNYNNYYAPAPPKQNVSNNILGLKQKQDNLIYNDTSTIKSYVGSEFVAKILKQLSACIQHFFEFDYSFQ
ITTDIYHKIKLSTLNPILINIFDTNSLLDSTKRASFFKPILILLQNIAKTDELLDFFVWTEDHLEKLQGDYEENDKIKVE
DVKNQKCLYSLLSSMRDQAEFFEKNILNLDQNESLFDALKLSPAQREAKIKEIEEQKSMIQLYLKTFEIMEKALKENDYL
SIKEVEDNQNQETLNQLEVGKMHTEQFFNVLLKPLCVSTSVGVTQKHHYSSYFNSGNPSPIKMQRLIKEIADLAHSLPMT
PQSSIFVRYDTSRMDVMKSLIFGAEDTPYAHGAFVFDMFFDDSYPQNSPKVNLATTGSAKIRFNPNLYHCGKVCLSLLGT
WRGSSNENWNPNISTILQLLVSIQAIVMSEYVYFNEPGYEGHAGTAEGEKLNRGYQNIVKIGNIRYAMIEQINNPLPEFK
EVIMMSFFLKKDMILKECEKWLDQADQPAEYTGLVSSHNSTFCSELSGDKYKKVLQKEINNLKTCFEKLKINISQTIKFT
QKKKKIVEIDYEKPSILFQSEESFKPKVQTQDKMLDEGRVVDVNNVNISYDDVKKTQNKEINVENSEVTNRWSRYIGALG
IDAVKKQANANVLLVGLNHVGVEIAKNIVLSGVKRFSIVDQEKVTLQNIIGQFFLSEEDIGKNRAEVSIKKIQALNEYVS
CDFSANYNDLLNQTTFFIENYNVVILCNLDVKMATKINKICREKSIGFIYTQSYSVYSRIFCDFGSSFTVIDKDGEQAQE
YLIKNISRDNEGLVTLQTGTKHYLQDGDIIELKEVISQNDGKSFNLQQFKVKIKDNNSFYIGDTKQFGTYSRNGIAKHIK
QPLTLKFKSLEDNISNPIFEENLLPIFTEEETASRNAQNICFNVLDQFVSTYSRLPRPWNTEDASNFYQLAIQSSQTIQK
LIESKQEKAIQLAQTAILRFAFTCQGYIPSQGAIIGGIVAQEAVKSITKKWVPINQLFIYSCEELAADVSIAEYIQKYDQ
KSIQIDSYLQNISNKYGLNFKNDKYDSLRVIIGEEILEKISNANTFMIGAGAIGCELIKNLSMIGFGKKGSITLTDPDII
ENSNLNRQFLFREKHIRQPKSSVAAAAAIFMNKDLKNSITARLDKVYEQTEHIFNDTFFQKQNIILNALDNVQARKYMDI
RCIQNRRALIDSGTLGPKGHVQVIIPHLTETYGSQQDPQEEGDIPHCTLKMFPEQTLHCVEWARDKFGRMYQQKPQSLQR
VLEAFRNNQLNSLEEKTLNEGLKMLKKYPKNFDDCLQYGLNKFYKLYNHNILSLLHIYPHNHKNKDGSFFWTLPKRPPNA
QQFNPSNDHHLNFILSCAALQATVFNIKINYNLKDANTRAKLSQQIQKMQIPSFKIDENKLKSMKQDVDKEKNKQENKVE
MEIEKPQNNLTPQQLVSEIKTICSKFNVNKIQISPQEFEKDVDDNYHIDLLHSMANCRAINYTLEPMEWIDVKLKAGKII
PALVTTTSIVAGLQIIETIKILKEVKSDFYKNAFLNLSLPLLVQPEPQKAEQFKLAQNLNTTVWDRWEIKISKENDSLEK
LFSYLQKTYKIYPHDVFQGNKPIYIEQLMLLPNRDQERKDLLSTKLNKILELKVNYFFQILKIFQFNFFLSQKKIISLTL
MLLSPKLQNIQTNQKEFHQLDYSFDQIC                                                    
>Tthe_XP_001470805                                                              
MEGEVKQKEEAKQIQLLLPPVPKEVSLDENLLSRQLAVYGKEFQGKLSQTNVFIYGMRGVGVEVAKNIILANPHVVKIYD
KNICTIQDMGSNFYISEYDIKSQKTRAKACLPHLKQLNSNVHVLDYDGEINEVLLSEFNVVVFTDYYNREKLIAWNKMCR
AKNIGFIYAGLLGLYGFCFVDFGEDHKILDPNGEEPKQAIISSITNDKAAVVTLLETNQKKSHGFEDGDYVIFKEVEGMD
EMNIQEPTQVKILSKYCLEIQVDTTEFMPYTGRGLIEQVKVPIPFGFRNLEESLRVGYGLNNDRFQSVDCGKEGKQEQLH
AILQGVLAYASKHNEQLPEFKNEDQVSAVQQQIDILNNLYKKTQNSLIVSDLDQNLLRQICYFSHYQIAPLTSFWGGIIA
QEIVKFTGKFTPLSQWLHIHNFDLLPEAHLRNPNVNRILTNTRYDDYVMIFGRDFIDKILTQRVLIVGAGALGCEFTKMF
ALMGIACHKKGFVHIADNDSIEISNLNRQFLFQREDIGKSKSLVASVKGKQINNSFNIKSHKLVLDTSTENMFDDNFWMN
LDFVVNAVDNVKARQYIDKQCVWYNKVLFESGTMGVKCNSQVIIPHLTQSYTDTRDPEEESIPICTLKNSPYLIEHCIQW
AIDYFEGTFVKSIKEIQEFVKNPLKYIQKNQSELMPQRSSEFQNKLEWIKKLLQIYNNPTYQECLHLAKQLFEEVHNNQI
AQLLFNLPLDTKDQYGSPYWSGQKRPPQVIPYDSNDELHVEWVQSCANIFAKAFNIQICKDPKEIAKISNQLKVETFIPK
KLNINEIEQNQAEQVNLDESEIKCNLLIEQIKSKQNHIIFKVEFYLLLSEDELPKKLVDLKQVEFEKDDPTNYHIEMVSA
ISNLRARNYKIKEVEKMKVKVIAGKIIPALATTTAMIVGTVGIEIIKYIMQKPITAMRNTFMNLALPLWVFCDPVEPYKN
NDTDYDLEYLGPVKAIPKGFTKWDFIIINGPMRVSEFRDYFLEHYDVIINKIYYENKFLFDQNEQDAQQHEQMDIQDLFE
LVFENKIPEYKQYLKFGIYASDRKGNECKMPFVKYSYKGETLKTESDLLSESASEALEQAEQNMKPKSNLSPSKQKRLEQ
YLEDQIKEFLNQLIIDALKERPHSFLQMKEYLRDHVDIYIEELVFDLITKRPPQPLDFAIKWFFQKHKDDRLHIIKEQQE
APGEEPIVIEFKSSSVEEFESYNQEYEESRLKLQELENKQEEEEKQKQKKSDKVLENHQIELAQHYEQYGLICMKFNKTQ
EAITYLKKSLFTIIKFEDKANSMEASRINFNLAELFDRQQQYIEAFRFYKEALWLQEQILGEDRIESVEILQRIGLILQK
HRKYNSALQNFQKSYNIMKNNFNYECPQVINPLINLANCLLNLRKFDDALTYYKKVLRMYERNNQMEETVENVSFLYNMS
LAAENCRFFSDAINLMNEALDMVQICSPKNNSILNKINDRIRQLHQLYDSISK                           
>Tthe_XP_001024914                                                              
MGCGLSNETKKTKEPTETKKKDNPDENLYSRQMAVYGAETQGKLMKMKVFIYGLQGVGIEVAKNLVLAGPSQVVIYDDNI
CKSVDQGVNFYIQEKHVKNNSTRAEASAEQLQQLNPYCQVTILKGEIDTQVLSSYNVVVFTDYFNKEKLIEFNNFCREKG
IGFIYTANLGLYGCAFVDFGQKHKVFDNNGEDPKHSIVVSITQDKEGLVTTHEDKRHGLVDGDHVTFKEVQGMTEVNDQV
YKVTVKSPFTFTIAQDTSKFKAYQREGIVQQVKVCEEIQFNSLQQSLNNPIAPGKDCLEMCDFEKIGRPEQLHIILNGIF
EFCKHNNGQLPQLLNQDHSKQLKEIVHKLLESNKADASNKFKVEEIPDELIQNVSLYARAHISPVASFWGGVVAQEIVKF
TGKFTPLRQWLHHEVFECLPDSQVTREVVDSQNGHYVAIFGKEFQESLSKIKLFLVGAGALGCEYLKMFALMGMSTGQSG
LVSVTDDDNIETSNLNRQFLFRKENVGKSKSETACQVAKNMNNRLNVKSYKLRVAPENEQFFNDDFWVSLDFVVNAVDNV
KARLFVDAQCVWFEKPLFESGTLGTKCNSQIVIPKLTQSYGDSADPPEESIPLCTLKNFPHQIEHTIQWARDYFEGIMVE
GPNELSQFIKNPQEYLSKMQRENEGKSGILRAKLEILQKLAIAFNGGTYQNCVTLSRELFQEMFTNQIAQLLHSFPLDHK
TEEGQPFWSGPKRPPQIIYFDENDEEHINFIQSSANIFAYLFGLKYNTNREEIKKMAKSVHVREFKPGNVKISTNQNDNT



QNVAEDDEQICTKIADELLKLKISSSKKINTTEFEKDDPTNYHIDYVSAIANLRARNYKNIYFISKIKKITEVDKFKVKL
IAGKIIPALATTTAMVVGAVGLEIIKYILKKPITQIKNSFMNLALPMWLFSEPLPPMKHKDKDYDEILLGPVKAIPPGNL
NLLEKLIFIYRQIGFTNWDKIDVVGPLTVQGLLDYFSQQYQVKLSIISVAKICIYNSYAGDSERLTQDIAALYEKLNKAP
ISQFKKFLEITASGETLNDGVDVNMPIVKYKYK                                               
>Tthe_XP_001021554                                                              
MSIQFSEIKSPIFQQASDFAYDSSGSQIILVNSSSLQAQQVTFEKQSSLNQQVVGQQALNNQQQVMSDDISEQLSFQNTS
FTYKQNICIPEEYQQVVGKEMLPQQQDKDQDNTKQDTQVVKSDKIQPSLGAYFNTLRFSKLKSSQTGISISPSGLTATCK
ASQSASYAICGTSFAHQNSYYLELEFPNGCEGIDFGLVQMPANLQNPQSLKTHLITYKYKTQKTVGVKIDTNDWTIKVWF
NGEFQKVKSKRIPKGDYSFCLKMNLRGVTCIINPFAEDPEKKLSLYQRRTHLNGQVEAKEDQNATEQPLIQDLLIKVKDL
LNQTQQSPKQVGSNKDENISIGYLEKNNNLIAIKDNKIKLIRKNHQGQYPFHLSHFQNRPTKLSDIVFLQIYLSEIEELI
SQPNLFEQISPKISENLLKKLAQAIELYGHIDDNQILAVPFNFCEIKSTIDSLIENVTSHINAIYEYLNPSVVQNLPEDK
QVYVANNIDLISNNQVYPNDGLPFFNESDEDLPQQAVLEQASSAAEKVEEPAQQQIKQQIQKKSFKEDTDSHKSAVSVKD
PIENLKDIAKNWDISSLHSILYTLLRLDEQLFAMTLHEDASNELKQLFNTGVSRIFAAFGRLISFYNYTNTNFSIENLAQ
AGLVNIHDLQQNLRHFLDYYTPLQISKASNVQDIQKQIQTQLEGNNFVNGSLNLDVGLDVTVNSMSYQVHKNSKNQISDK
KVKFIKPQRKYLSNYICSFDSEGCVNIWNTELNLQRVAISEFKKEFVFPVECQIGNDLRKNEEELNSKMNEASNSSNFQS
QLYKILENSISSQCKYAKKPKPIEKSIVADAEIIEKLLNYGFTVNVAKKACIEVKNESVEKALDVALRIQQEENSELEQN
NQKSSLFSGDDEIHVNSIKQEWSCEICTYQNFGRFQKCEMCFSPAPESAYYTEEEVMEIMQEKLLQKQLEEERILKEIQR
KEEEENRIKKETLEREEQRLKQLEENKQKMKAFLEQSEAKSGFLLNLKQNSLAQLIAGVSFNSQCGSGVSQKSLLRIRSL
TSKGIVCNLNGQYIQENTINSLESILFSNENNRYIFETLSPIATENSDLHNLLAVSEANLQFEEESIIDCSWRLISQSSE
NETYDLFILTCSSNNQLNLHQYKMVFDILDPYNLQKKEIETQFIKKIIISTQQERTEEGLIVLSEKSEVVIVVIQNKIFY
IPITKQVMSNEIQVKELKGSAENINLILSGSLFITDKTQTLTIINIPQQITVQQTQPNQIEQDSQIDLYNTINFTEQQLK
FLKQQLQYYQIGTLANKLSQKSELYDSFSQLNSKHSFNLRNKHKFEVEFQLQNPQYLQSILLDFSLVSPQKDAKSLLPLT
DCILKEKVDQNSFFSFDTWEPQSQPKTSQNGNSNLNLNEKSNKYLPLSIQLCTGTPYSQKHQSSSILFPNQSSFQSFDQN
CCFLVKHLHNKYIVADSVTIESYDHPIEGGYPVGTLLIFTADHPSVIERAAHQFSQMTQAEYDEWREKNQGRNLEQWEPV
ACVSFSESQTIKTVNVDYKRCSKYILVMPTSLRQKFKHLTGNQCTSYQFVGVQGFALNEVSQLENGFNLKNSSSSEIQFI
QKYINENVTIEVKTQQSNEWIALTEEKTSIFLKNFAKNTVVPNYKLNTSIVKRLSDLGEVASSLANSSDLTLQFISEDIF
TQSKISQIRIKIANNQINNFNQIQSLGFTVKGRIYGGSGQSLSEIQNNILLNPSYYETINGKIVSQLIALSSASYNQATR
NLIEAASQYLIQVMSSSHNYLLNDDMINLIYTKFDLERFISSNILQNPTRKFTYQYNLLRSFSRCTGFQQKLLSALLNLL
PQITTRQIPVTESGLSIYLSLLRWCQPQNASKIFLQLLNQLHIISKKVQEKKDSYYNILTSRFDINTLCFEKSLFSELFL
SKEYKYSHSNLQAKDNSYLNSKVYITEDVFVHEIYIDLQKKYNLNEISLAFNRNSIYQSSFRVIVWKFQNNKQEMLVDEQ
YGSETFVQLSNYSHESSSLKQFQNREEISTLKLLETAETSQVSSRTSKQLSDIPFQNNHFRPLIQGVLSQEESNEQIPSC
FPQDFASQSVGIDAAGVTKSKIDAAGVTKSKTDAGNSQINKEHQSLAILDEMQNKLKALLTNEEAHRDIIIKQVIEIEEV
LKQNYLQENCRRFNNTNQQAALSNDCNLSYLYTLAYSFSQFLRKINEVNNNSEDKKNNQWINSATNGRNNIFHDVFETFV
VFDNSLLSQEILTLLGEVLIDNLSEKEWLQFVFTILKRYLMQPKQATLPINQLFSQTNLIKALDRISIPLGEVLAFLATQ
LNIPIENVILETQEREISYGYLAPTLALLYNGFKNIPKISINQRAQKNKENTNNQSANPNKLAQVLDPMSLKLTKSVSRE
LERINNQKIVSQDQEQSQQNKINSKGQNSAQKEAKQSDKNEEEEEDIFIVLPPAGVKRSVSHPLKNEIQKRQLQNESQLL
TSIEEQEDIVRLDYDESFNVAFQVCVWIVEHKNKFDSQEEFVQLMKLCFNLLELISSLSSMNGIKRTLLANSFDNNTFFK
LYFYVLSSGHKEIIALLSHLVLLLSNPPSFSQIDWASLNKEERSFLLNEKQSLEEIQLILVFQIEQIMQWMLEYSMYPSS
SKNNLYGMILQKEIDSEEWSSHLQFTMQLLLEVNKTLQEEFKHKSFLEASASNLRKGSYDQNRRRQQSAERRSKKNSSPN
QNTNQSSQKEENIDDAGEVEDEIAEITQKTFMATSHDPSQSVGRQISQQQQHNANTNDLVPVGISRSLSVPINKQQILTQ
YTKQQMLEFVDKSISERSCSLSLRTAITLIDLIEASSTGTQANQIYNSNGKLLSFIDNAQIWTLLFKFIEQLKLKQILSS
KLFERLANLFFNYEFLTSKTLQQMLLSKSYDFLMLTQSLFNKITNETQSPNFPPHMSAVLNSPTLASKRESAVKDHKQFC
QLLLNIIFEQLIPGLTLESTITSSLPSKRIFVQDIPQQISSVIAKKTGILQTSSIHYFIINGWLDILLTKSTPKPESYYT
QPQNDVSYCKLSPLSAASLLVNISQYLLTHCNFGGLRGIEISDHEVLIKLQIISILIQIFTRSQVSPTTNTCPSTSQPQC
LKELFTTSDYIIQEKITNSLQNLIKWYIFNKSKETKNSPCSVSLSQISSQVMKIFEATTEFQNIAKIFLNELIVVCKNLD
RVMKEQFNKNQINVLIAQQITDNASYLLETMFDLLVCNDEIASYVSFQVKGFQFLLEKMGLEKVQKAKREKLTMPECKPA
QESSIICGQIIHKNPKYEIASYIDSCILGTYQQSLSQEENDKQNKLPANKQANQQNKESSAISSSAPSSLLIHKILPEEQ
CSKATLIKTPGQTWINNPTNWSEQKNGALNHNLIWTQMNGKQHSECYLTIELENKVFLSSIKIGFNLYWADYEDKVLGIP
SSILVEYTSDLSIPFKPLTHLSTIQDQGYENFKVKVAAKNFERLREDGNGDVEKLLRANYNQEVKFLRFRFTRPIINFIE
NGSVLQTKLFENIAISLSFISVMGYHTNILNSQQITEKVISEQESSAIKLIGKLCNQSFSSTLNLIANNESILDKIKRHF
EVMSLLLVNHEHCLAPVFLAIAGNNQEMGDWILTNFLDLNKVSSHAKMVSEIVCSQLSHTHKRVQKVHNFVLQSAVKEIL
TLQEVSSNQYQAAFHFNALLPFAETWATSIHISALDFSTQNHLASASGESNEKYSKLLLPVTQEMINNLIKLYKIFYQTS
KYKLIIKIIITALNLPRPYVIAENISYEEEKVVRENLLLNTLNELWAQSKTDSKYLELIAPLILSNQRGVEWLLLDEQKK
LLQMLGQLLNLIKQSNSSQQNMLIDYLNFLSAITTNTTIQEAICSQKMHINFYNCLKDNNKNSTKLIKTFQDPHMISIIV
EILKNVALSSPEQAKIFAKVLSDDIKLLTSKRDMIYVTNLLVPLLNSEKTLSVAFHPFDSFSNKWLAEGKKILEYKRDRK
GQQLPQDLSSKSASVLSSNLKRPNSIPSFATQLGKKEVVKGMFPCWDTLTQSLTTKLLWNDKQREAFNRNIELFTKKTNL
FSQLSQPVKTQETDPTKKLPQMCYQWQLVQVQDKDCDPSMLELVKENVLKQGPFLIIIEGYNQEQKCVSGVFSSQSIQLQ
KVETESGEAQIIPRADDNFIFYYEENFQMHFDVPPDNSKQFGSLMLIEKTGAGLQFQYLENERIFISYQQQIPSVVDINL
QEMTPIDTDTKNFPKDVPAEFELTKVEYWVLKPKEIQSSLLFSQNTSKHANSSSFLQNLHNNLLFQSQNLSASSIANYYR
AVPVYYIPESLDIEKILSMVNVGGFWLSDEGKNTLSFKLRQNKKHQIQLNTKLAEIASEGTSSDGVIDLEFDALQLYENC
TEITNPYLNPLTNKVDYLPIMPIFEMFSQEGGIQQIIEVIQASLKCWKNTERAGKWEVFMKELKKFSLLPNYFGLFMKNK
DCIELLFELLAGLPDEIPSQDDKNKKLSGGYNVPPTTGTTTVTSTTTATTTTTTTTATTTASGAIKDKQNAAGSKKWDEE



EQKAVNYSYQVLKDTFKLGQDNAVRAAALEHGLIEAILEKIAQTSKEIKRTFVADSTSNEEEQEDNNLTLTKQASEDDGK
KKIVQKKGIGYGSDNTGQNQKWNTNDYIESKKARSESLKNLVAVLEAFLDFKNWEPPKLLVEQLMSSALLPLVESSLRSG
SLLEMSKDKELVFTYLSLLRVIAKNSCLVPCLLPLDPRYIPKQTESVLFLIGQLKDTAKIFLSCMTAKTDNTSSQQQQEE
TANSKKLADEILLTFEAINDACKHYQQEHEEEEDLNSQQDAINQVLELPLPQKYKILLQDLRFDYTSFKNEQGKYKHHYS
SSITTSYTPPQAKMVRLAQELADLSTALPIDHTNSIFVRCDTDRVDVMKCMVMGSKGTPYAHGAFIFDVYFSDEYPNQPP
KCNLETTGAGKVRFNPNLYACGKVCLSLLGTWRGNASENWDPKISTLLQILVSLQAIIMSEEVYFNEPGFEGEAGSEEGE
RKNEAYSNIVRYCNIKYAMIDQIKNPPEGFQAVIMRHFYLKKQEILEECQKWIKYADVRQASYVGLVNDHNSSWCAEFKT
KYPQMLREAVTELEEVLNSIPPPSAQETKLKLKNIKKKPKKLEKKQQYDITQGVAKIDDIDVKYDDEVEEKKEDNKEKDF
IDINDEKVKDRWSRYIGAMGIDAVAKQSKCSVFLSGLGSLGVEISKNLVMSGIKRLTIHDSKKTQFSDLSGQFYLGEEDI
GKNRAEQSLKKIRQLNHYVKVDTAMLDKELPETEEGLKEDLKLHDYNIVVLTEVLSMKKQILINEFCRSRGIKFISADVL
GPWCRLFNDFGDKFEVIDKNGEDPQEVMIKNITNAEKGVVTLLPGVKHPFEDGEHVIFSEVLGMELQQEKGKEETQTMTM
MGGDESSKPSINSTIHKIRVINSNSFEIGDTRGFTNYVRNGIAKNIKTPVNISFKSMANVFNVSKLDEVPFDPNLIIHDF
EKIENPHILFLAFKVLEEYQSTHKGCLPQCWNADDAKQFLTLAEPVIAKYYPDSSQQPKNLKEILLRFALTVNSNVGPFA
AFLGGFVTQEIVKAITNKYIPTSQVFFSDCMEIIPESGDLNINNYASYIEKNYALEFAPTNDRNDGIRHAIGNTLLNQIK
FCNLFMIGCGAIGCELLKNFAMINLGTGVDKQNGKIGQLTITDPDHIEVSNLNRQFLFREKHLRKPKSQTAAASAIQMNP
LLKDHILARLDKVHDGTINIFSDKFFSTLNVVANALDNVQARRYVDSRCVSNKKPLLESGTLGPKGHVQVILPYKTESYG
SQQDPQEEGEIPHCTLKMFPEETLHCVEWARDKFGKLFTLRPKSVNKILEDSNYDPQGGQELKEFKEAIKLLEKRPQSFS
DCIAYAVKKFYKYFRNDICQLMYTYPIDSKTKDGEPFWKLPKRPPTDISFDPNNQLHRDFVTALAVLRAKIFQVEYPKSF
RTEAEKIKIAQEASIVKIEDFKPSENKAQAISSEVNKDKKTDENDKDEQEAQEEDQHSNKIMDEVAEKAMLMKKLSEIKK
VIPEEYFKPNTEKHLLLAEEFEKDEDDNGHIDLIYAMANCRSTNYKLAPMDWIQVKIKAGRIVPALATTTATVAGLQTIE
LIKILKNEKLSNMKNAFLNLAVPLIQLTEPQKAEQIKIHEELEVTLWDRWEVSLGQNVTLKQVFQHFETKYKLNVCDIIS
GSKPIYLSTVMDIAGKEHEKEKTLNSQITDIIEVEDDYIDLIFTFSNKKGEKVKQTPLVRIQFK                
>Tthe_XP_001019218                                                              
MRFQEEQKEEGLIEKKIGGIFLIYLKIKINKQKEIINFLKRKQKLIIYKANINRKAIKKMAETGKIDENLYSRMMGAYGV
EAVGKLVKLKIFLSGLRGVGIETAKNLILSGPSAVCLHDDSLAEVANMGCNFYLKPEHIGKVTRAEASLPQLKELNPYCK
VSVHTGQITKELLADFDVVVITDNYNQDEIVDINAYCRANKKGFIYSGILGLYGLCFVDFGDSHSVFDTNGEEPRNSIVV
GVTQDAEGLVTVHEDKRHGFQSGDYVTFREIQGMSELNDKVFKIEEKSPFTFTLVGVDTTKFQPYLREGIVEQVKVPVQI
AFKSLGESLSKPYAPGKNELDICDWEKFGRPEQLHLAFTGLLTFVKQNGHLPALHSQEDAEKLLHIVKDINTQRKNIDEE
GVLKVEEIEEQIVKNIALYARAQITPLSSFWGGIVAQEIVKYTGKFTPLRQWLHYECFEALPEGEVDRTLLNSQYDDQIA
IFGREFQQKLLEQRTFLVGAGALGCEYIKMFALMGLGSEKNGGVVVTDDDQIEMSNLNRQFLFRKENIGHSKSECATRAG
KIMNPKLHIEALKERVDPENERIFNDAFWEGLDFVVNAVDNVKARLFVDGRCVWYGKPLFESGTLGTKCNSQIVLPKLTQ
SYGDSVDPPEESIPLCTLKNFPYQIEHTIQWARDYFEGNLVEGPNETSKYVENPQAYIEQVTKELRSKPVMLRGRLEIVK
KLATAYSGNHYDKCIELARHMFQDIFYNQISQLLYSFPLDHKTESGQPFWSGPKRPPIPIKFDTNDDIHVDFIQSAANVF
AFIFGLPYCHDREYVKKAANSVHVEEFVPKKASIKVDDKDKTEEKVEDDEIVIENLTKELLNFNLSQNKPKLNPIEFEKD
DPTNWHIDFISSVANLRARNYKIKEVTKFKVKMIAGKIIPALATTTAMVVGAVGIEIFKYILQKPLNKMKNSFMNLALPL
WIFSEPEPPIKAKDKDYDPVLMGPVKAIPSGFTTWDKLFVQGPLTIQGLKDYFNDKYQVNISILSVGKICLYNSYMTEAA
ERESWDIAQGVEKLGGQPIPDFKKFLELEICAETQTGEDALMPTIKYAFKA                             
>Tthe_XP_001012837                                                              
MEIEAQRSDRSLKLIYGEEVYNKIIQSNVLIGGAGGVGCEIIKSLSKTGFRKFTMIDLDTIELTNLNRQFYFRKHHVGKA
KSACAKEGVLLIEPNILQVDAILGNIYDPKFDDLFYKQFDIAFCAFDNQGARRHFGKMCTVNNIPMVEAGTSAFNGQTQT
RIKDLFECRNCTPEVKQQTSFNVCSIRTRPSEPIHCIVWASNMFNLIFGNQDDSNLLENYIQDIFKEGIKNVQDPKEKAL
QLFEKIFNEDIQKCDEKERFPISFEQSLQIDNKEDAVYFDERNNRKLLEDEKIFTIKEYAQKFIQAFLDVFHHRKEALGE
LKFDKDDQLALKFVAAITNLRTFNFLNKENEKNKLRYLSEHKIKQMVGNIIPAIASTNAIVSAIQVNEAIKIMKGYAKTK
PQLFSEYLVQNGDQSKITPAQLSLPQLSCPVCSPANCYINIKANCTQITFGQLKQIFEEQYLAYNQIIKIDDKVYYDPHQ
ISLRKIFDNLLLKKISELPNYNQDYTKFKLFSIDNQITWEFNLMHDSSLQGQQVVCDQNSDPTRIKQQQIQYIKLKHEQT
FKEKIDIFKRYKYI                                                                  
>Tthe_XP_001011834                                                              
MSLGRINQLLFGKEFLNYLNEINILLIGVGGIGCEVLKVLQQFKVKSLHILDLDTIEVSNLNRQFLFRKHHRGHFKAHVA
RDVLKQEYPDMNIISYNSNIKDAQFGLKFFKNFQLVIMALDNQETRSFVNKQCMILNIPLIDAGTTGYKGQSFILKRGET
RCYDCFPRSENKKTYPACTIRTLPEKPVHCIIWAKYLYTVLFNEKLEDDDDSNLLQDIAKYIEGENHTDLEKGQYLFKAI
FETDVNRQKEGEDNQKFQHLKVLVREELEGKLDKSQDYLHRQDLKFLQSTHTEEVYMDIFIKSFEHLIKEKRQKSCVPFE
KDDNLCMKFITAACNLRCIVFSIPLQTQFQVKEVAGNIVPAIASTNSIVSAIEITETIKLLQRQFYNNPQKYKNRELYIQ
NDIKTKILDAKPGNFNPNCMSCNQNLLPHIIYCDFNKVTLGEFINSELRSKAMQDEDDDEGNDDNKLVNFSISSGQFIIY
EEDEYQEEDEQEQNEAKRQKLISEIFKDFSDSRVVVTNEDNNSIHQTYLFCHIENHKIPGLDIVRQEKNPNNTVTWKTVI
AQSDTVNKDEEQKKQEEEEQNKKNYKEVKGDDKNNNTLEILDSDSEDDLVICEDNDNPSQGAAEKEKSKQSNGKQPHSET
DVSSLNQKRKAVQEISDGGAMQIIDDSDDEIIFEDQQDNKKLKVD                                   
>Tthe_XP_001008806                                                              
MELEINERNRWKDITNIFERDTQFKGDLFEPSDELLEMYLESAKVLVVGAGGLGCEILKDLALSGVKDIHVIDLDTIDLT
NLNRQFLFRMKDVGKFKSQVAADFIMRRVPGCKVTAHIGKIQEKDDEFYRQFQVIIAGLDNVEARRWLNSLVHGLCQFDE
DQKVKIETQIRLVDGGTEGFKGQARLIVPYETACYECTLGTLPKQQSYNSCTLASTPRIPEHCIMYAYLHEWDLAFPTRK
ADKDSMEDMTWIYETAKKRAEQFNIKGVDYNKTIGVVKNIIPAIASTNAIIAASCANEAFKAFLQQSLNIKDYFQYMGNT
GVSTLTFPYERNEKCIVCSSLPQTVKISRSTKLQELQDLLKEKPFELTDPSLTADNGSMLIPVVMRNQHAEKLPMSFTQL



IAEGHYQEGLIIHVTDKKLFAPAKIQIHFTD                                                 
>Tthe_XP_976852                                                                 
MQEIQRRKTSISSRKSSLASRKNSCGLDQLDHAPTNLTRSKTTPPNNDLQVFNLQSNSNQITLEEYIDHCILDKQLLIQT
NIALKLVDLLNPKEEQPEQKSNFAFIKWQLNAKSNYVQIKIEIDEVEEEEFEDDINDASQEAIDDKEIKNFYKFQNNIQI
WGLIMSTASLLKGQILQESNIYTNLLNQYLKSSDEVKSIYLKSFLNLTKTILQSGYQIKEFCNDLFVIIFKIIFKKNSSH
SKLLGYKKDSANSSQFSESPEQQRNQILNSKSFIEDQNLYYLVNGLLEILLTKETPAPEEFYQAQHQQKEWKNSFCKLNA
RGAARLFIGISKFLVRQLNFGGVEGVHMADEMIISKLQVADYILKILLSAESSFQHLAIVEALSNWNLVEFLKSSYSRCI
IWYFFNKPDEVMKGVSPATILIKSIGNQVLKLFTIAGEKQNITEICIELLFKHSMIFSKALFSNIPKLNEQQSEFGTSQN
ISSASHMHSHFSNLLPFSNQLQNQDISVFNLTNMSITNYNALILATRQSKIFQELLNLWITNDSLAQFLTFKINGFSHLL
DIIGLNSFNQVQSLNDQSKTYQYSSLNEINTTNMPMFGNEDSLFVNQNVLNYISIIQSGSDKQLPTQSSLNNQTIYNPWN
QYTMQNISSAHKIPPPSLQFGSSSFALIKNPQLAPFNNGDKKNLFFHDSAQNLNSQNNSHIQIQQNVALAPFMTQGSGAS
SFEPAGLLFGNSEIHENQKSSFIKYQIQHPSYVNNFNATNNNSLNSHNMSNSNNSNQSFPQMMNNPLFSKLPSNLNFQST
INNGIKSNHSIVSPGVISNTIPQLPPIPPMQYNNYSNNTITPQNIIQNNQNPFINQQIYTSSSSSGNNTINLNPFTQNFY
QQYPTIPLSDLNDSDIISLANNLQQDYLQQKSKIYEMNNPLRTNVTNQTVDPLQQLVEIECCNQIQLIPLIGQNFQIAQG
IQDWSYSKKGCKNKIAIHLLSGSQHQELQVLLKLNKTVEIKKFKIGFNCQSVEQSDSQKIIGIPSGVIVEGGLSESKLVP
LGFLHQINDDKYLNFGVKVFAKNFARVNDETGNIDKCIKSLSSPKVSYIKLRIIRPIITLIEDSSSFVNKQFGSIAISIN
FLSIIGYQVDHIASNLSQFIYKIQTDSAIQILGKLCAEGMGFDKTIQSISNDKQIIQKIKDGFECVESLISQYEQPISQL
LICIALNNDEFADWIFDYLLDSSRNKTPLAKLLTEIIISQKQQYNDKVLSNKALPRVEKLYEYIVKQIKQYLESNPTDKD
IEVDADGILSLSSIFPFVDALIAALRISYPHPKMNQNEKEKYHLISIYLKCVKQKAEGFSKLKLMVVLAYGGDQCQRWFL
EDNQNHFKQLIHNINQEMSLASSNEKNTQNNILQSQNLNNQTITNSKKAKSLFSILCAISNSQEIQNLLIQTSPGNNSSN
NTNQIPEYIKIYSLMKLKKSENIFFSSTSSIGSSSYRLLQNWVDQEFLQLFVEFLKKISYSKQEVIDSIVHGLIEDIKEL
EHKKDHLFVNDLLLPILQSIQTVPMCFHAFDSLQRKWLINPIKVLNHPYYLAKFQQSSKSKAQKNIDKFNTKLFSQEQKQ
VFMKTLKKFTLDTGLYKKIKKYEWIKEATQEVDSQSSLINKVIQISYSKTNNLLKKQIFKQLENKILNNPPYIIVIEGVN
SGQKCLCGVFSSQAIQKSSLESTFNISNGDDCFIFYYSENYQIHFRVEGNDFGQLDVSPETSFLTFKYRELDRIYLSFSE
GSSSYVDINMFDMKPIENSQNIPHDIPNDFSFIKAEYWVLRPQTIELSEDRKHPFKMENMYDIQNTQHHLFNSEYYKPDN
AYNFYRSPAVYHFPEDLTLQQVITQLNVPGLQVSKEVLQQFSFNLRQSAKFFSCKDNINLRSLYQEIDKNSNGIIDLEYN
VDQFFQQAPKIQQLSQPQQIEQQNLDNQKQNKIIDAFIDQKGFKTIISVIKEQLNSWNSKTRAKKWLVYVQELNTFSVLP
NFIYEFMKKKEGVNILFQLLSGSLDSSNELKSEKQEDNKMHQMKQPLLDGLSEDYPITKAFKKSYYSQEKNKEDFEKNKQ
FEEQERNAVQNIYEILSQLFQQDKDNHKIKSIAIENNILQIIFDRISSVSKEKPRKFIENTPAQDKKLSDDDNKLKLDSP
ILIMGVQRTGQGEKDEKSRSNQNVDKKKKGTGYASDNTGQNQKWNTSEYVEINKSRNQLLLSLMKILQSFFNFESWSIPN
KVIHSICESSLLPLLESAFRSGSLLEICKESQLMIQYLQLIEVMSQNKSLIKCLMKLDQRYQPTQTESISELLSKLRTTA
EIFLNCIKPVQIQVPESTVKSSISIQKDMLAQSNANLLKQWGADKDILNEEKKFQKILNDQEEGNLQSQQVATSIIQVHE
KLDQAIQEFNEHIQESTSQNFSNLDQEQDEGQEQIQKVQRVLELPLNVKYKILLEKLRFGYFSMNNNNLNTYNHHYQQQI
MQNQNPSQVKMVRLAQEIADMANSLPIDHTSSIFVRCDSKRVDVMKCIIMGSSGTPYAHGAFLYDIFFEDSYPNTSPRVN
LQTTGNNKVRFNPNLYNCGKGTWKGQASENWDPKISTLLQVLVSLSAIIMNEDIYFNEPGYEGHSGTEDGDRKNEAYSNI
VRFSNIKYAMIQTIRNPPEGFEDVIKRHFYLKKDEILKECEGWIERSTKKQASYVGLVSDHNPQICQEFKQPNKYTEQLK
LAVQDLRQELEKLTPPSSIETQEELAKKKARSQKQHEKKQNLNKQNNQKQNIPTAVLHNALDDLQQQEIPIKNNKINKQE
EIDVESEEVKDRWSRYICAMGIDAVAKQSKCNIFLSGLGPLGVEIAKNIVLSGVKKMTLHDNHIVNYRDLSGQFFLKKEC
VGKNRAEACLQDIQLLNHYVRVDTNVNQVNADTSTLLEKLYLQDYHVVIITECYSLDILTAINTFCRSRSIKFIYTQVQG
PFGLLFNDFGDNFEVIDKNGEDPVELVIQNIQQVQAGEKSNKLKVTLLPGFKHPYEDKDKVIIKEVQGMQEVNNQSKSIN
DSIFEIETINSNSFYILTNNLYSPYQGSGVVKNIKTPIYLSFQSLKQCIQANNMEYFDANMASHDFEKMDTIPYLHIAFQ
ALQEFIQINFRYPHPWNQKDAQTMLEISKSLYGAFDIPQKEDEKNKLKFEEYINKFSFTVSGTFHPLCAFMGGYVSQEVI
KAITNKFVPTKQLFLTDCIEVLPDINWSDKKSSEEQISRLQSQFENEKEFEVQNELQLKIVIGSETSEKLSHCKLFMIGS
GAIGCELLKNFAMINLCTGEEIPERNLRKGQLTLTDPDHIETSNLNRQFLFREEHLRKPKSSTAAQAAIKMNNKLKNHIV
ACLDKVCEATKNIFSEEFFEDQDIVANALDNVEARRYVDKRCVSSKTPLLESGTLGPKGHVQVIIPYKTESYGSQQDPQE
EGGDIPHCTLKMFPEETLHCIEWARDKFGKIITLKPKIVQKTLDEIENIKEGKISCEIINLRKTLKALKNRPLSFEDCIE
YAVQKFYKLYRNNIRQLLYTYPLNHKNKDGSDFWKLPKRAPFEISQLDEQNPLHRDFIVALSVMRAKSFNIPYPQSFRQQ
SEKIQIMQIAMNCKIADFQPSDEKSTEIKQEVNQENDKTQEQASINQQEISQIQTETNQNNINELKQNQIISNDENPNYL
IEQILLQKLNLQQQTFMHSEEFEKDNDSNGHIDAIYAMANLRSINYSLTPMDWINVKLKAGKIVPALATTTAAIAGLQTI
ELVKTLKKVDICKMKNAFLNLAVPSLQLTEPAGPPSFQITKNLKASIWDRWDVWLNKQDSLKKLFNYFEEKMQLSPFSIL
IGTDLIYSFTMNTEDKQFIQDSTFSEVLNNNNQLILSEAKYIDLNILFTELNGNQILLNTPSVRLFFGVKEEKQQ     
>Pmar_XP_002786640                                                              
MNGLRDGDANVLLQTNADVNTVLTRRCPFEGLRDVHDPSMETVKFVRQAKILVIGAGGLGCEILKDLALSGFTDIHVIDM
DNVDVTNLNRQFLFRESDIGLSKAKVAAAFINDRCAHLGVHVTPYHGKIQDFGPDFYEQFFLIIAGLDNIPARRWLNSTL
HSMVRRDDEGNIDPSSLKPLLDGGTEGLKGQARVIVPYHTACFDCTLESFGPPDTGNYPMCTLAETPRLPEHCIEYALLV
LWEKAFPGVKVNTDNANDMRWIYEQAVARAETFGIHGVDYRLTLGVVKRIIPAVASTNALISGMLVAEALKLASYCDPSL
DNYFMYMGQAGVNTQTFEWARSDTCLVCSGSEAVVDTLDPETKTLKDLLELLCDPSGKFRLQRPSISTAMGIVFIQRPPS
LRAEHEWKLDKSLKELSDAGVLREGEEATVTDPTLPSKDL                                        
>Pmar_XP_002785349                                                              
MASKEAKIDEDLYSRQIGAYGLETMGKLVKLRILVSGMRGTGVETAKNLILAGPNTVVIHDDSIVEARDMGSNFYVTDKD
VGVTTRAEASYRKLQELNSYVNVRTMAGPLGDAALSDFDVIVLCDVHNRDERVRINTYCRQHNIGFIATDVYGLAGRIFV
DYGDNFVVRDKDGEECRTAIVSGITQDEHAEVITYGERRHGFHNGDYVTFTEVEGMTELNGCDPVQIKVTGPYSFSIDKD



TRDYHAYIREGTVTQVKMPETMKFISLEESEKNPVPPSEGMLPVPDLARIWAAAVAARSDDVYEAVLAATKAINEERKAH
KDELSVDEVDEAVVRRVAYFYQSCISPMAAFAGGVVAQEVVKYTGKFTPLHQSLYWDMFELADDDTMDSKDMANFTDSTR
YEDYVTVVGKKNFDKIINSKIFLVGAGALGCEFLKAFSTMGVGCGPKGKVTVTDNDRIEVSNLNRQFLFRKQHVGKQKSI
TAANAAKDMNPALNVEAIEVRVGPETEDILDDKFWESQSCMVNALDNIAARLYVDSRCVWYEKPLMESGTLGTKANVQVV
LPNVTQSYGDSQDPPEDSIPLCTLKHFPYAIEHTIEWARDQFQGLFTETPQEVLTYLKNPSEYIDKVLAEGASSVQKDKL
ESVKKFLSKELTMQHCVNLAVDEFTDKYDHAIAQLLYNFPLDHKNSDGNLFWSGPKRPPQVIHYDPNDELHVAFVFACAN
LYATVLGIPVAHDKEEIRELSMKCTIIPFAPRNMKIKVSDDDTSTEEGACMDDEEAVQVNNKILFLVTISNNHHHDCCCQ
TLAEQMRSIDPELRSNLQKRISPAEFEKDDDTNFHIDFIAASANLRARNYKINEADRNKVKMIAGKIIPAIATTTAMVTG
MVSCELLKVLMDEGNEYDIERYKNSFVNLALPTWILSEPLPPMKTVSKEYDPIAMGPVRAKPEGFTPWMKLVINHGPEGT
LRELIDWLAKEQNAEVMILSSGNACLYNAFLPAHKKRLDQKMPELYEEITKQKIPPTRNYLVLEVSASDMDDQVDTTLPT
IKYIFQ                                                                          
>Pmar_XP_002774188                                                              
MDNPRTEKAADAGGQLGALQSHLLRNPDISMNRQMRGLMDENPELERMIFDPKILKTSTDAFQDPSAVRELISNMETAVA
NVNETVTGGYQSLRDLHRELLSGDEVPPQIRRAREASGQLGKSSKLSKSPEWAETFDPSAMAAMMQDPDMHQLMASVFRG
MENAHKFGAGTNDEGSSDTSLKPFCEVSLLKHMFDSQTLQSMSRLEECIELLVGKHNPVVGAMTEKTEKIGPKLSGLSLG
SPAANFSQSFASFIEAQCGNPEVLYRVQLIALERAGFNDVDKNVAALKRVPMAATTPARSLRGVPPSMIAYLGEEEAARV
ANARLLVVGAGGIGCELLKDLSMMGVRNVTTIDLDTIDVSNLNRQFLFRRHHVNRPKAEVASEAAMAFNKEVKIDGKLGN
VKDPQYSSTFFSSFDVVLNALDNVNARRHVNRLCLATKRPLIEAGTTGFTGQCTVIYPQQSECYECTSKAAPKVYPVCTI
RSTPSTPVHCIQWAKLLFELMFGIEDDNSVLADLKEPLNRLRSSDDDASVKADEIRREAVAIFDHLFCNDIRSQLELTNL
WADGKRQAPIPVSFNEAVATGSEEEKDVQVVWSVAKQARLFVDTVSRIFSSRRDEIGTMAFSKDDKMAVDFVCAASNMRM
HNYHIPLQSRWSVESIAGAIVPAVATTNCIVAGLQCTNLLAILREILRCEQDRSRKYPDPAGKNILVPDAFLPPNPDCYV
CQSSWVTVTLNDLGKWTVQDFVTKVLKKQLGASAPFLVFQGNVIYEVTTDEDEDDEDEGLHPEWSLKQWDIEPGSLIDAT
DDMQSWSTQIVLLEDPSMSEEDHPELFTISRGQQQAASPTEKRALDDGTVEELPKRRKLNDEETIIHNGH          
>Pmar_XP_002772077                                                              
MIAYLGEEEAARVANARLLVVGAGGIGCELLKDLSMMGVRNVTTIDLDTIDVSNLNRQFLFRRHHVNRPKAEVASEAAMA
FNKEVKIDGKLGNVKDPQYSSTFFSSFDVVLNALDNVDARRHVNRLCLATKRPLIEAGTTGFTGQCTVIYPQQSECYECT
SKAAPKVYPVCTIRSTPSTPVHCIQWAKLLFELMFGIEDDNSVLADLKEPLNRLRSSDDDASVKEDEIRREAVAIFNHLF
CNDIRSQLELTNLWADGKRQAPIPLSFNEAVATGSEEEKDVQAVWSVAKQARLFVDTVSRIFSSRRDEIGTMAFSKDDKM
AVDFVCAASNMRMHNYHIPLQSRWSVESIAGAIVPAVATTNCIVAGLQCTNLLAILREIPRCEQDRSRKYPDPAGKNILV
PDAFLPPNPDCYVCQSSWVTVTLNDLGKWTVQDFVTKVLKKQLGASAPFLVFQGNVIYEVTTDEDEDDEDEGLHPEWSLK
QWDIEPGSLIDATDDMQSWSTQIVLLEDPSMSEEDHPELFTISRGQQQAASPTEKRTLDDGTVEELPKRRKLNDEKTNIH
NGH                                                                             
>Bnat_84948                                                                     
MEIEESSHQGEVKMKEDLSRQEGTYGAKMIGKLKKMRCAVIGLRGIGIEVAKNLMLAGPHTVMVHDDENAEFADMGTNFY
ITEEDVKSKKSRSGACEKSLSEINPNTYFEVHKGDLKKEDLDGFDVVIFADNTPLSKLYEMNEYLRKKGKKFIYANTYGL
LLTIFSDFGTEHEIFDASGEAERTIVIDKVEIVNEPYDSIEEFLKSEAGGKSDEEVGKMGYKDKKVAAIGILKSIAGIEM
DEKRQKSISIPEILNLADKNDKTCKKSKCGKITTEGERSLLSDREYIKFDEIIMSKSQADSKNSEGGHIFKLGQKITDIN
SICQIKTHRTNPSVFYIGDISDLGEYQGGGMGSQVKLAIKESYESLKKQYTAPSFEQFFTDMSHTFEEAKQHVAWAAVKT
FEEENGHLPCMHDEKDADACIKIAKKFEWAEAIGGFDETFIRKASLFARAETNALAVFAGGIVAQEAMKQTGKYTPMKQW
IYMHALQLLSLEKASKAVGDRYDYYRCLFGDSFVANAKKAKFFLVGCGALGCEFLKNIALTGLGCSNEGAVHVTDDDVIE
LSNLSRQFLFRRKHVGKLKAECASGSAVDMNPDLKCGLKLHTTRVEPKTENEFSDKFWQSLDFVINALDNIKARYYVDTK
CVTFGKPLFESGTLGTQANQTVHVPKKTPCYQEGSPPGEGQGIAMCTLTFFPFEPLHCIEWSRVMFGSVFEDGPSAYEDL
RKSGVEKYLEKTGKNISEEKDTLEKTLKWVKIASNPTLEQCVKLAMDHFLQFFRDECKNLIHTFPKDARKVDKKSGEDRG
PFWHGRRRFPRPHEEFDAKNQDHVDFVYHTTCIFADTFGLTKGGYPDEKEVLKLAATTETAEWTPKKENVDDPEGGGEQK
GATMVSSDDYEEIENMRKEIQKLDVDKLVKLFPAEFEKDDDTNHHVDWITIASNLRGWTRNLKPSTKQHCRMIAGRIIAA
IATATASITGLVFMEVYKQILAVENIDDYRWSTINLAVNTYVIELPCDPKCHRSGKMVTEEVQDDEVVEVKKILTCIPDK
FTCYDFIDFKDGKDLKISEFIERFAKQEGGLKINFLSRKSNNKGVPMYQEINVAMYQNKKKFSERMLQRMKNPTQKKILQ
QSIDTANAMLEQATSYDNMTVFEAYTKAYGPLEDPNREFLVLDADVTPTDRELEDGEEIEIPAIKYYFR*          
>Bnat_78782                                                                     
MRDVPVPQLAARLTLICLECNICNSAAKNLVLAGVHKVHLLRTKHDKLQECDLAEVTLRGINSIVPKTVESFFEGLQENG
GDAEWQAANRVPFEEFLVESLSLLNPYVVVSVGEVGDVDVFNSLDYKKKQPAAGYERQETSSEERPPERVVVATSLPYSY
QILLNRRCRVHQIPFISGVSHGFFCNAFCDFGQNFEYKPKEEDEDRTLHISHMELISSPRSESRRSDESNGESAANSTSL
SNNGTVAMLLIAISIRIDGEMNVGLRDEPSAASFIRITTERRHFLSVGETVTFSKISNPEIMNTWESATVHAIPNAYSFD
IDVRDGPLSERLGLNAVSPPLSKGYVHQVDTPVSGSHRSLFEAITGVHDDGEEDSVRGATEEAIRAKACEAVKAKNGIRS
MGEVVTPELFKPQEHFQCLHAAFLAMGQLCSSRGCDQVDSAKDDPKARDFFAEELAKATKELSGCSSDSVVQEKLLRTVA
ANARAYIMPMVSFQAGFIAQEVLKAVSQRFTPLSQWLYHDASACIPSAAEREDLSSGSFRGKRLEAERIRNREYIRRQAR
IVGEGVQSRLESMSVLLAGAGAIGCEMMKNLAAMNVATRSTRNSSATAASGAAAEAGTGGGGGLLHVTDMDHIEPSNLNR
QFLFRQRHISQPKSEVAAAAARRMNRHMHLRCYTQRLGHRRRGGGGGEKNVTVRENVQMELSRHQFWRSLDVIVSALDNV
KARLFLDDMAVGYRKNMLDAGTMGAKGSTQVVVASLTENYGAMQDPTGGGGGDNAQNGDDAEEGGGGGGADDTGGIPICT
LKNFPFLIEHTIQWARSKFTEIFKTQIREAKTFVESPENYRKMLSGMPPEAQEERYMNLVKGLFLATDGDEIQAIAPEKE
TALEMSIFWAFAQFRSLFCASIELLLQQFPVDCKTKTGDLFWNTGNKRRPLPLQFDISNSLHLSFVLSGAALYARARSSA
ALASELEGFVRGYRDQQANFTKSSFFDRLQASPSGLNKSLHRRYGELSAKWRSILEKSTEAETAAAPALDQIGKGVEKTK



PSESAAQILNRFVAPDREGGIVAGSARFRPLELEKDDDLMMEFVFAAANLRAENYRIATADRLKVKQVAGRIAPAIATTT
CLVSGLACLELYKLASERKTAIASANPEGHGEAACSEKEDPGRISRYRNNFVNLALPLLAASEPAKATIVGGEEGEARSG
FTVWDCVEMQGGSTTIRDVQTLLHVRFGAALEMLSHGARLIFSKYANLASQRSKIDVLDAPISALLGKDYEETMESSGFV
DLVALASDERGQNVELPPIRLMM*                                                        
>Bnat_91267                                                                     
MDPAGRSTLKLCLGEDLKKIENAKVLVVGAGGIGCELLKNLVLTGFKNIEVIDLDTIDLSNLNRQFLFRREHIGKSKSMV
ARESVLRFNPECNIIAHHGNIKDSKFDTSYFKKFDIVMNALDNLAARQHVNRMCLATKKPLIESGTQGYLGQVTPILPYQ
SACFECTPPRSNNPLTPQPKQKTFAVCTIRSTPEKPVHCVVWAKHIFAVLFGPKDPDNMLSDLSVSVGGEGGGEEEEKEE
ETNGGGMKGGDSFGGRVFKKIFCEEVKKVLLKEKDWGSKAPPKPLDLDCILKSAAAAEKEAEAATLKLAEGAEEKCTSGS
SCNARSSLRDQEVLSLHENVKEFLSTSATFDKDDEIAMDFVAATANLRMHGIAGNIIHAIATTNAMAAGLVVMEGIKVLT
GGGKEQLKPKAAWIGDRGNIIQFQALEEPSKHCVVCGDAQMTIVVDRKVFTLEKLYGVLNNKLGMIEPSVNTLGGSYWGV
KEENDEEALAKYLRDIFQDGEQLSIEDDAQDFSFNLLLSFDDLDEKEHPVGYILTTSDEELQKAKEKPNLERLGMKASSS
SKKRSAPGGGSATDGDAAPASKRIRSGEAIVLT*                                              
>Bnat_92348                                                                     
MDAKELKGVDESLYSRQLYVYGADAQRRMQQTNVLLVGLQGLGVEIAKNIILSGVKSVGILDQEPVQISDLGSQFYLKES
DVGKPRAECAIGQLTELNKYVNVHHIPVKSGCLMPYLDESVLKNYNLVVLTGKTVNEQIHVNKLCRKLGIMFIAADVHGL
LGSVFIDLIELTVKDTNGEREKRGLISSISNDEKAIVTTLDKKRHDLNSGDFVVFTEVKGMKEINKGEPVKIKYKASNQF
EIDLDTSKFSKYTTDGYFEQVKMPTTFKFDTLGDQVKRPTFQFYDGFEMECHCLRNAISAFQLKNGRMADPTKQEDVDSL
IKFATDFASRVEVSVGEEWKAGYEIDKKKVEKLQRLAIGSRAQITPMTATLGGIVGQEIIKACMAKFTPIKQFFYFHALE
ALPEDAKPGPQYAAKKSRYDDYYAVFGEGVQAKIFDLNMFLIGSGAIGCEMLKNWAMMGLACGEKGQITITDMDTIEKSN
LSRQFLFRPKDIGHMKAKVATAAAKVMNPKLNIHTDAIRVGTDTENVYDAAFWSKLDGATTALDNVKARLYIDQRCVEFS
KPMVDSGTLGTKGNTQVVVPYLTEPYGEGASDQPEQGIPVCTLKSFPHKIEHTIQWARDKFEGWFSNGPSEVKSYIKDEN
YLEELASSPNEQLGNLSILNELLVEYKPKNFDDCVKWARLKYETLYHNDIVQLLTVYPENKTDAKGVPFWSGTKRRPSPL
KFDADKDTDYEFIVAASNMFASVFGIEKCTDKKAIQKALSSVQLPKFVPDESMKIAATEEEAAEEKKGKKEEKEESNEGV
VEQINKLTASLPPPSSIKDLDINPAKFEKDDPTNFHIDFITACSNLRAMNYRIKMESKHQTKFIAGKIIPAIATTTAMVT
GMVCMEWYKIIQEFKLEAYRNSYANLALPMVTASEPFFPLKKEVKLFGEKKGEKLSFSSWDVIEIKIGNEMMKTFLRHFT
KTYGYKVAGLAYGSFSLYQSMQKGEKWMKKRLKMPLGDVVQEISGQPLPKTDYLKLNLICHNPEENEDTPMDERVVEFPP
VRFYYK*                                                                         
>Bnat_90648                                                                     
MNKPQELAKKVVLCVGAGGLGCEILKNLALSGIKNIVVIDLDTIDLSNLNRQFLFRKKDVGKAKAQVAAEFIKKRCKGVN
ITWHCQKIQEFDDQFYRQFDIVIAGLDNVKARLWLNSKLYSLIEFDEDGEADPDTIIPLVDGGSEGFKVGQARVFLYPFY
SCFECSAADVKEGPKFELCTIRNTPRIAEHCIAYALILLWPRLKSLKSHKEYEMVQKKKSTRKKKELCGDDSKSMEVEEE
EEEEGDTASDSKMLPNGVKLDKDNPEHMTWVYERAKERANEFNIEGVTYNLTMQFVKNIIPAIASTNALISAACTNEAIK
YLMFSAPIMDGYFYYNGQGGAYSRTFAYEKNPDCFTCGSHNLNVALKAAEGTIGDLKQDLENKYKLEIKAFFTTESKTLW
NRFSGAEALNTKLSEAIPKTDAKIIMMAKNDGAAKPSKFTLNIRFE*                                 
>Bnat_51757                                                                     
MSEEKKEVKEDLSRMKGAYGEKMIKKLKTMKVAVFGLRGSGIETAKNLLLAGPHTVMVHDDELVQAVDLGANFYLNESDV
GKPRGAACEKELADINPNTYFSVHTGEITADLLKQYSTVVFTDLQSQWPMSKLIEFDKICTENGTKFIWSSIFGMHTSIF
SNFGKKHEIFDKDGAPERSIVVTSVESGKMVGKITTAGERHLLASGDHIKLEEIQMKATSINATFEIKVHRTNPRTFFIG
DISGLGSYVQGGIGSQKKVSVWMDYESLEQQLYAPTIEAGVQNFMKFGVSTMLHTGLVALMQFHEAKKELPAILDKADAD
KVVQYAKKLAEEKGMGLDEALVTKMAKFARTETNAIAAINGGFVAQEAMKQTGKYTPINQFIHFDAFELVGDGGKGDRKD
RYGHYATLFGEEFVEKAHKSNYFLVGCGALGCEFLKNIAMMGLGCKGKINITDDDVIELSNLSRQFLFRRKHVGKLKSES
SAGVACEMNPELKGGMNVHKIRVEPKTENVFTNKFWTDLDFVINALDNIHARVYMDGKCILHSKPLFESGTLGTQANSSV
HIPHKTPSYAEGAPPGEGQGIAMCTMTNFPYESLHCIEWSRAMFGQMFEDGPAAYEDLRKAGVEKFLEKCEANEGEGLAK
LQSALKWAALAKKSSLETCVQLAFDIFIEEYRNKVKDLISCYPKDTKDKNGTPFWRGRKRFPYPQEWDSSNDKYVDFIWH
TACIFADVLGVSKDGYPTKAACAEIAAKIDVPEWKAKKVEVEEEGEEKKKPTFSAEDMNLFEKLKEDVSKIDVSSLPAIS
PGDFEKDDDSNHHIDWITSSANLRADTRKIKNEDRHKCRMIAGRIIAAIATTTASITGFVFLEVYKHLLGMEDINKFNWN
TINLATNIIISEMPADPKQKYSWVKKGEREDGGKIVKTEAAIIAVPENFTCYDFIDIKGDMSLGQLAKAITSHEKLQGGL
TVTGMFAGKASIYESTDISIYEKKKETALKRLAKAKSAGHKRIFKQHADTAQKFIDAIKAQETKMISETYFKNAGPLADP
NQPFFMLDVSLDIDPNLPGWLRSRLPKRDDTHTIDIQTPKVRVWYK*                                 
>Bnat_33736                                                                     
MVKEDLSRMKGVYGERMIKKLKTMKVAVFGLRGSGIETAKNLLLAGPHTVMVHDDELVQAVDLGANFYLNESDVGKPRGT
ACEKELADINPNTYFSVHTGEITADLLKQYSTVVFTDLQSQWPLSKLIEFDKICTENGTKFIWSGIFGMHTSIFSNFGKK
HEIFDKDGAPERSIVVTSVESVPAPYEKIDDFLLAHLPSYFDDSGNVDTYKYGEKATSINATFEIKVHRRNPRTFFIGDI
SELGSYVQGGIGSQKKVSVWMDYESLEQQLYAPTIEKGVQNFMKFGVSTMLHTGLVALMQFHEAKRELPALLDKADADKV
VQYAKKLAEEKGMALDEALMTKMAKFARTETNAIAAINGGIVAQEAMKQTGKYTPINQFIHFDAFELVGDGGKGDRKDRY
GHYATLFGEEFVEKAHKSNYFLAGCGALGCESLKNIAMMGLGCKGKINITDDDVIELSNLSRHFLFRRKHIGKLKSELSA
RVACEMNPELKGGMNVHKIRVEPKTENVFTNKFWTDLDFVITALDNIHARVYMDGKCILHAKPLFESGTHGTQANSSVHI
PHKTSSYAEGAPPGEGQEIMMDTIVNFPYESIHLIEWSRAMFGQMFEDGPAAYEDLRKAGVEKFLEKCEANYGVGFDKLK
SVLKWAALAKKSSLESCVQLALDIFIEEYRNKVKDLISSYPKDTKDKNGTPFWRGRKRFPYPQEWDSSNDKYIDFIWHTA
CIFADVLGISKNGYPTKAACAEIAAKIDVPEWKAKKVEVEEEGEKNLFEKLKEDVSKLDVSSLPAISPGHFEKDDDSNHH
IDWITSSTNLKADTRKIKNEDRHKCRMIAGRISASIVTTAASITGFVFLEVYKHLLGMDDINKFNWNTINLATNMIISEM



PADPYQKYSRVQKGLREDGGKVVETETSIIAVPENFTCYDFIDIKGDMSVGKLAKAIISHEKLQGGLTVTGMFVGKTSIY
ESTDISLCEKAQETQMISEIYFKHAGPSADPNQPFILLDISLDIDPKLPAWLRSRLPKTDDKNSIDIQTPKVRVWCK*  
>Bnat_88516                                                                     
MGKGGAMGGTGEIDESLYSRQLYVFGHEAQRRMQESSVLLLGLDGLGVELAKNIILAGVKEVGLHDDSKALESHRASQFY
IPRSAVGQPLAAACRNQLAELNSYVDVHVAKGDMKSLIRSKRYTVIVAINKTVQEQIDINEICRECSLKFISADVAGLLG
AIFVDLGPSHFVSDPDGERPRRGLIKKFAAGKPAVITTAERHGLSTGDLVTLEEMKLSSLNAIKPRQIKYINSTSFSISV
EDVLSEGSSSSTGGGYFQQVKRPMEVAFSPLKKCISAPQIASDMGEGFTLHATLNGISEFRKQRGGGTGGATTPTFPSPS
SSADAKSVYDLAVKFAKDQMPDAKEKVDEKLCRKLARTSSAVIAPMAAVIGGIAGQEVLKAVSGKFTPIKQFYYFTAAKC
LPAEEEKEDEDEDGTQDRFEPDEAQHHRYDDYVAVFGKDVQAKMSRLNIFLVGAGAIGCEMLKNFALMGVGAANASHQAK
KAEESKTGGVVTVTDMDAIERSNLNRQFFFPPWEVGKLKFDAAFAAARKINGDFKVVSHSHRVGKESEEIYDEAFWSGLN
PVVTALDNVQARLYLDNSCIHYLKPMFDSGTLGTKGNTQVVLPKLTESYGSSQDPPEESIPLCTLHNFPHKARASAWNEE
RAPPSLFWPAKLSLIDQYPLASSTHNHNRRRRRLCLFGNHQIEHTIQWARDKFEGLFKLSASEVNSYLTETNYLAKLAED
SVNEVKNLELLNAYLGDDKPLSFEDCIHWARRLFETEFNNKIVQLLIALPPDKTDSEGNPFWTGHKRPPSPLKFDPENEL
HLEFVVAAANLHAVVYGLEGSRNKAAIKKEIAKVVIKAFVPEKGHKVAKNDEEMKAMMEEESHGLDSKIERLKSKLPQPS
ELTGYQLNPVVFEKDDASNFHIDFITACSNLRAANYKIKSASKHQTKQIAGKIIPAIATTTAMVAGLVCLELYKLAQGLK
LEHFSNTYANLAIGHITASEPLEPEFKEVEFEARGKKRKLKFSLWDKMEVKIGSQATLQDLVDHFEEKFGLDIVMLNFGR
ALLYSQYGFGAKRKNKVRLKLSIPELVKTVAKVEVNMSSSFLTLGAMVTTLDGDDVDIPADVKKMKKKKRYISGAIFKRS
LALDDHVCSHIELKLKESENEASATFS*                                                    
>Ehux_425916                                                                    
MSTPATSAHDGQSGTFPDLQKLLSRTGPMANVGNYGTIFDPPLPFEPSPEILSFMQQHARVLVVGAGGLGCELLKDLALS
GFGKIDVIDMDTIDVSNLNRQFLFRKADVGRPKSTVAAEFIMKRVSGVTVEAHFCPIQDKPADWYRQFQVIVMGLDSIEA
RRWLNAMACSLVTFEVDMETGQRKPDLTSVIPLVDGGTEGFSGHALAHPLPPPPCRQDMHVRVMYPCVSGCFECTLNLFP
PQQAVPLCTIAETPRNAAHCILARWPRLRGRYAHLIEAPKQFGDEKQDKDDPAYQQWERAAQFNIPGVTLMHTQGVIKNI
IPAIASTNAIVAAACANEVLTNCAAYVNNNLMYIGGQGVYAPTFRYERSPECIVCGAGVQVEIAGSATLTQLLEQLAADP
RLRLKTPSLRCEAGALQDDPTLYMRGVLEEDYRPNLDKPLSQLFADGSVLLVTDPSVPSPCIKVAVKFASLALS*     
>Ehux_428127                                                                    
MSTPATSAHDGQSGTFPDLQKLLSRTGPMANVGNYGTIFDPPLPFEPSPEILSFMQQHARVLVVGAGGLGCELLKDLALS
GFGKIDVIDMDTIDVSNLNRQFLFRKADVGRPKSTVAAEFIMKRVSGVTVEAHFCPIQDKPADWYRQFQVIVMGLDSIEA
RRWLNAMACSLVTFEVDMETGQRKPDLTSVIPLVDGGTEGFSGHALAHPLPPPLRHVHDVHVRVMYPCVSGCFECTLNLF
PPQQAVPLCTIAETPRNAAHCILARWPRLRGRYAHLIEAPKQFGDEKQDKDDPAYQQWERAAQFNIPGVTLMHTQGVIKN
IIPAIASTNAIVAAACANEVLTNCAAYVNNNLMYIGGQGVYAPTFRYERSPECIVCGAGVQVEIAGSATLTQLLEQLAAD
PRLRLKTPSLRCEAGALQDDPTLYMRGVLEAEYRPNLDKPLSQLFADGSVLLVTDPSVPSPCIKVAVKFASLALS*    
>Ehux_452826                                                                    
MASHTSRRTQDVESLTGCDLKGVRVLVVGAGGIGCELVKNLVLSGFEHITMIDLDTIDYSNLNRQFLFRAADVNESKAKV
AKKAVLAFPHAASLSIDAHLGNIKDTEQFGPDFFKTFNIVLNALDNVDARRHVNRLCLSVGIPLIESGTEGYVGQVRAIV
KGKTKCFDVCARQVQKTFPICTIRNHPEKPELLFKKLFGGEETDLVLWEKRRPPVKVELAKLALPDAAATAREEQRAWSV
EESAAVLLASVERIFTQRASEDDDDAMDFVAAAANLRCATFHIPLQSRWEIKGIAGRIIHAIATTNAVIAGFIVLEAFKV
LRSVQAAGGDLSKASIDACRYCVCNRHLSGPKENQLLLRMRLEAPEPKCYVCTGSTSTLELDTASFTVRSLVVIKFLSFN
KPTIDLTNELADKTVLLWEGEDEGGGEEGELHGDKPLDSLPVKLGPGVVLEVEDTTQALKCKIALTHTLLDKEEHPSGFR
FIAAADEAAAGPPAPAEEDSPGGDGSRKRRKVAEGDAAVAGAEPSGGAGSGVVVADDDDDVIMLE*              
>Ehux_467973                                                                    
MADTVQDMETDGAKIDEALYSRQLYVLGHEAMRKMMASSVLIVGLRGLGVEIAKNVVLGGVKSVTLYDPAPATLADLSAQ
FFLREEDVGKRRATATAPRLAELNQYVPVAELEGDLTADAIASFGIVVVTGAPLGEATRINEACRKSGGRFILADTYGLF
GGLFCDFGAAFEVVDADGEEPVSGMLTSVSQDEEGIVTMHDETRHGLSDGDHVCFTEVQGMTELNGSGSRPIKVLGPFSF
SIGDTSGYGAYTSGGYMHQVKQKQSVSFLPLPQALAAPDFLVSDFAKFERPMQLHLGFQALDAYRSAHGQLPPPSDAAAA
AEASGARGELAPMCAIFGGMAAQEVMKAASGKFMPLKQWLYFDAEECLPADGKEALPPAETAPRGSRSRYDSQAAALGWS
TQEKLGSLRYLLVGAGAIGCEMLKNWAMMGIGCGEGGHVTGGHVTVTDPDTIEKSNLNRQFLFRPWDVTKAKSACAAAAI
GAMNPAAKVEARLDRVGAETEGIFDDAFWGRLSGVCNALDNVQARLYVDQRCIYYQKSLLESGTLGPKGNVQVVVPKLTE
SYGSSRDPPEKSIPVCTLKNFPNQIEHTIQWSRDCFEGLFRQGAEDDVNAYLSQPDFLSNLERQPGVRKTTLEALAANLV
DKPISLEQCVVWARLRFEELFHNQIAQLIFNFPLDMATSSGAPFWSGPKRPPTPLQFSADDPLHLGFIIAAANLRAFNYG
LKGSTDPALFKKAVEAAMVPEFVPKQGVKIATDPKEAEKAPAAPPPDEDEASDAIVATLPAPSSLAGYRMTPVDFEKDDD
TNFHIDFIAAASNLRARNYKITEADHHRTKQIAGKIIPAIATTTSLVTGLDLPRAAREVSRKLVCLELLKLMQPAKPIES
FKNGFVNLALPFVSFSEPIAAPKRKIGAKGAEWTLWDRYEVDEGRELTLKEFLAYFQERHKLEVTMISSGVSILYSFFTN
QKKLKERMPMTMSQLVQEISKAEFKPTQNSLTFEICCNDEDDEDVEVPFVQYKFRGW*                      
>Ehux_468480                                                                    
MADTVQDMETDGAKIDEALYSRQLYVLGHEAMRKMMASSVLIVGLRGLGVEIAKNVVLGGVKSVTLYDPAPATLADLSAQ
FFLREEDVGKRRATATAPRLAELNQYVPVAELEGDLTADAIASFGIVVVTGAPLGEATRINEACRKSGGRFILADTYGLF
GGLFCDFGAAFEVVDADGEEPVSGMLTSVSQDEEGIVTMHDETRHGLSDGDHVCFTEVQGMTELNGSGSRPIKVLGPFSF
SIGDTSGYGAYTSGGYMHQVKQKQAVSFLPLPQALAAPDFLVSDFANCIGLQALDAYRAAHGQLPPPSDAAAAAEASGAR
GELAPMCAIFGGMAAQEVMKAASGKFMPLKQWLYFDAEECLPADGKEALPPAETAPRGSRSRHDSQAAALGWSTQEKLGS
LRYLLVGAGAIGCEMLKNWAMMGIGCGEGGHVTGGHVTVTDPDTIEKSNLNRQFLFRPWDVTKAKSACYSQLVYSQLFYS
QPVGRDQGKVGVRRGGDRGDEPGGQGGGEAGSGGRRDRGHLRRRLLGPPLRRVQRAGQRAGAAVRRPALHLLPKVAPRER



RARPKGEGTLGPKGNVQVVVPKLTESYGSSRDPPEKSIPVCTLKNFPNQIEHTIQWSRDCFEGLFRQGAEDDVNAYLSQP
DFLSNLERRPRGRKASRPQPGVRKTTLEALAANLVDKPISLEQCVVWARLRFEELFHNQIAQLIFNFPLDMATSSGAPFW
SGPKRPPTPLQFSADDPLHLGFIIAAANLRAFNYGLKGSTDPALFKKAVEAAMVPEFVPKQGVKIATDPKEAEKAPAAPP
PDEDEASDAIVATLPAPSSLAGYRMTPVDFEKDDDTNFHIDFIAAASNLRARNYKITEADHHRTKQIAGKIIPAIATTTS
LVTGLDLPRAAREVSRKLVCLELLKLMQPAKPIESFKNGFVNLALPFVSFSEPIAAPKRKIGAKGAEWTLWDRYEVDEGR
ELTLKEFLAYFQERHKLEVTMISSGVSILYSFFTNQKKLKERMPMTMSQLVQEISKAEFKPTQNSLTFEICCNDEDDEDV
EVPFVQYKFRGW*                                                                   
>Ehux_459406                                                                    
MMVASMMAVLALSAAGLSPPRLPARTSRSERRFALRRLRGGATADPIDEKLYSRQLYVMGRAAQLSLGSASVLLLGLTGL
GAEVSKNLALAGVAQLDVHDAEEASLADLSSSWLLKPEDVGTARHAQAVDRLAPLNEHVRVRALGGDGRPLAEGDGQAAC
RLAGADGGEWWEREGAIDGYTVVVACDMPHAPLARLSAAARASGAKLVACWSAGLAGGVFVDCGEAFVVSDPTGEPPRQA
LLEHVSCGEEGVATTVQEQPHGLQDGDVVRFEGVRGMEALCAEGRTFAVRATGRHTLSVGDTRGCGEFVGGGRLVQVKQP
VSLDFKPFEAASEEVGQLLHEVGGRRASRSLTLHAAFAGLHALPAGCPPGSDQRGAALLAAAREAAGGGAELDEALLVRF
GRSSGGALAPVSSFIGGVAAQEALKAVTGKFTPLRQFLYWDALEALPAPPPAAAECAPRGDRYDGSRAVIGEAALAALRR
GRYFVVGAGALGCEWLKCLALLGAATDGGVVHVTDMDQIERSNLNRQFLFRPSDLGAPKSTAAAAKCAQLNPAFRAVAHE
AAVGAPGSPFDDAFWGGLDGVISALDNVMVRDQRARQRDGVISALDNVAARLHVDRMCVLHRKPLLESGTAGTKANTQVV
LPGLTASYGASADPPDDDIPVCTVKAFPYAFWNSYLKLGFPLVALSEPEPPETFQLPASADGARGEAWSEWSRVEVDGGG
GELRLSQLVARLEERFGHEVSFLSTSGGMLLYSPLSPPASQQRWLSMGVGAAVDEALGGGRGGERLVQLQASLYDEESEE
DVEAPPILYRRRD*                                                                  
>Ehux_123835                                                                    
VISALDNVMVRDQRARQRDGVINALDNVMARDQRARQRDGVINALDNVMARDPRARQRDGVISALDNVAARLHVDRMCVL
HRKPLLESGTAGTKANTQVVLPGLTASYGASTDPPDDDIPVCTAIEHCVQWARDLFEAQFVQAPRRVNAWAARPDALAAE
LGQRGAGAGGAGAGAGGAGAGAGAAAAASVRGHGAAGAASGEEGVEEEEGGAEERLASVYVMERLASVYEATAAPPPPSS
GAAIASAGVS                                                                      
>Gthe_64494                                                                     
MNSFAFRCLFLADVSQQEVDKDLYSRTIAALGEDVVRAVASSTVFISGLNGLGCEVAKNVLLGGVKVLTLHDSKDITLWD
LSSQFYLSEKDIGKNRAAASLPKLQELNTAVVVNVQTAPLNTEMIKGDYRSTLVIVLVSPLTGIISINNFCRSQTPPIKF
IRVDVRGACGQIFADFGPEFVVNDVNGENPHSGIIYHVSNDKQAVITVPNDEQVEFGIGEWVTFKDVEGMTELNNLPGPV
KVVDTAMYNFKVDLDTTSFGKYERKSLNRYGTVIEAKLPKKLEFKSLEENIKNPDFSRDPNQFNGVFDFDKFGRPELLHL
VFNALDEYQRQKGDLPATQDAAAADALVQIAKDCKAKNGFDVEIDESIVRKISRTARAILSPMASIFGGIVGQEVAKAVS
NKHHPVYQYVYLDSIEMLPDYDSMLPEEVQPTGSRYDAQITVFGRSFQGKLGALNLFMVGCGALGCELFKNFAMMGVACG
PNGKVTVTDDDVIEKSNLSRQFLFRNYNVGQSKSIAATTAIKEMNGNIRVDANQDRVSPNTEDVYHDKFWSGLDCVVNAL
DNVKARQYVDARCVFFEKPLFESGTMGTKCNTQCVIPHKTINYGGRKDPETKEAPECALHNFPHNINHCLSLGRSEFIGI
FDTKASEAAKYIMDPNYKNEMSSKIWGADGSELPDAQSKAKEANEILDGIIELLCDGMVKSFEDCVVWSRLKFEEYFTNK
IKQLIFSCPKDMVNSSGAPFWSPPKRFPTMLEFNADDAMHMNFIIAASNLKARLYNVSDYKETRDPSFFKPILASVVVPE
FQPKDGVKIETGERSADDRDSNSNTDALQQVKNKLAKLPDLKSHPNLKVSPMEFEKDDDTNFHMDFISAFANLRARNYSI
EEVDKLQARLIAGRIIPALATTTSMVTGFVCIEMIKYFQNPDKAVFKDLQANLALPMFMQIDPESAPKTEDLKTIPADGF
TVWDKIVIDKGDLTVQEFVDFWKNEYGVTCTAIGVQIGDAAIAFYNQFMQGTKKNLPCK*                    
>Gthe_42901                                                                     
GAEAMKRLHEAKVLVVGAGGIGCELLKVLVLSGFKKIEVVDLDTIDVSNLNRQFLFRKEHVKKSKANVAAEVVKRFNPDV
DIIAHHGNIKEKRFGPSYMDGFDIIFNALDNLEARRHVSRICVHQEKILIDGGTQGYDGQVVTIKKGVSACYDCEPKPAP
KGFPVCTIRSTPDKPVHCIVWGKHLFNMLFGPKDDTDEVVQGISAELDSHQVLEKVFVEEINKLIGMAELWESRKPPTPL
TLVATQEQANRGSEVAETTVLSLEETIALFKESYVELQARAKEEGVMEWDKDDDVIMNFVLAASNLRAHVFAIDMQTRFR
CKEIAGNIIPAIATTNAIISGAMVLEAVKVLEGRLGDCRAIMKNREPSGRKRYILIPSNLDLPNRACTVCSGGTVSLKLN
VEKTTFNFFLTRILKQELGLNEPLVDTG                                                    
>Gthe_157145                                                                    
MDEGKSKIDEALYSRQLYVMGHDAMRRMQQCDILLIGLGGLGIEIAKDLALAGVKSLTLHDPTEVTTRDLTSQFYCTEED
LGRNRIEASLEKLSSLNPHVKIDVLEGPINGTVISKYSLVICCENCFGECVKVNDACRHHGVKFMMAQTRGLAGNIFVDL
GKDFEVTDTNGENPVQFMVGSITQEEVGVVMTLDEQRHGLEDGDLVTFSDVQGMTELNGIEPVPIKVLGPYTFTIGDTSK
YSAYKNGGYVHQVKKTARIDFKSLRESLLDPEFTTSDFAKIERERQLLLIFQAIDSFFIQFGAFPRPGDQQDAEYIASGQ
LSPMTAVIGSIAAQEALKACSGKFMPIKQFFMFDALEALPDKELPMSEYEQTGSRYDAQIAVFGKTLQKRIESLKYFLVG
AGAIGCEMLKNWAMMGIHCTDMDVIEKSNLNRQFLFRTSDMQQLKSETAGRRAKEMNPSLNIETYSVKVGSDTEDVFGDD
FFESLDGVCNALDNVQARTYMDQRCIYFLKPLLESGTLGTKGNVQVVIPRITESYSSSHDPPEKAIPICTLKNFPNAIEH
TIQWARDDFEGVYKQPTTAPATVKGIIATLGGSRPKSFEDCVAWGRLRFEELFNHQIQQLLVSFPLDMVTTSGQPFWSGA
KRPPTPLQFSEEEEWHVEFVVASATLRAKNFGIEVPATLERSDVMKLARKVRRESVGGEVGEAEGNGQVKVPEFEPKQGV
KVDLNDGEAKKEGEDQVMEGTSDSDARMLSSLPPLSSCSSVQLEPVEFEKDDELHMDYVTACSNLRATNYNIPAADKHKT
RLIAGKIIPAIATTTSMVTGLVCLELYKLIQNKPVEQYREHEWNLWSRFEVQGKDMTLGGFLRHFMEEYKLEVSMVSCGV
SMIYSTFSPKAKEKLTRPLLDIVKKDAKVEVGEHQRYLMLEICCNDEEGEEVEAPSVRFALS*                 
>Gthe_111018                                                                    
MASTDVEMRVDIDPDRRWEDLYRLLSRPGPSAGPNFFPGDETKELLHNLIRVLVVGAGGLGCELLKDLTLLGFLNIDVID
MDTIEVTNLNRQFLFRKCDVGQSKAVVAANFINKRVPGASVTPHFCKIQEKDADFYQQFQIIVLGLDSLEARRWMNDMVC
SLAQFDDDGNIEPGTNIPMVDGGTEGLAGHVNVIYPFVTPCFECILPLFPPQVNFPMCTLADIPRTPAHCVEWAKQLEWD



RVRPFGDDTDLECDDPKHMQWLYETALKRAQQFGIEGVTLKFTQGVAKRIIPAIAATNAIVAAACANEVLKLATAVSRHM
STESGGHYMMYQGGDAIYTNTLSHERKDDCPVCGRKAVKIHVHEDITVAQLIELMKEDSRLRLKNPAISVPADTTSGMKT
IYNPHVKSIYERTRENLDHPISSWIRSSGVELTVDDPVMATQKQVLVMFS*                             
>Gthe_160232                                                                    
MEAMEIDEALYSRQLYVLGHEAMRRMQASNILLSGCKGLGVEIGKNLALAGVKSLSLYDPNPVELADLSSQFYFTEEDVG
KNRAEVSAARLRDLNPYVSIEVCKAELDKDCLKQFKVVVLSDCSFERALQINDICHDIGVQFLFAQSKGVFGNVFVDFGK
DFTVFDTNGEEPTSAMISAISSENPGVVTTLDEARHGLESGDHVTFTEIQGMTELNGCEPIRIEVTGPYTFTIGDTSKFS
PYTTGGYVKQVKMPQKVSFKSMRESLVEPEFVPSDFAKMDKQEQIMLGFYALDEFAKQKGEAPRPGNMEHAKEVIKLAKE
LSSKHNNLVSEFDEKLLTQMSLNARGDLSPMAAVLGGIVAQEALKACSGKFMPIKQWFVYDVIEALPEDYLPEDEVKAQG
SRYDGQIAVFGKTFQDKITNLNYFLVGAGAIGCEMLKNWAMMGLASAPKGCIHITDMDTIEKSNLNRQFLFRATDIQKLK
STTAAEAVTRMNKDLNIKCYSTRVGPDTEELFDDAFFESLDGVCNALDNVQARLYVDQRCIYYQKPLLESGTLGTKGNVQ
VVVPNLTESYGSSRDPPEKSIPICTLKNFPNAIEHTIQWARDEFEGLFKQAAEDANTYLSDSEYVSKLKKQPGTGLSTLE
ILRDNLVAKKPKSMTDCIVWARLKFEELFVNNIKQLLFNFPLDMVTAGGTPFWSGPKRAPTPLSFDQENQLHLDFVIAAA
NLRAGVFGIEGTRDVAAIKAALGDVMVPEFTPQKGIKIQVKKAVNEAEAQSDQSAPQDLDEAELNRVISQLPKPEDLKGL
KLNPMEFEKDDDTNFHIDFITACSNLRATNYNITNADKHQTKFIAGKIIPAIATTTAMVTGFVCFELYKLARGVKLEQYK
NAFANLALPLFTFSEPIAAPVRKFKDQSWSLWSRIDIDQGDISLQEFIDFFQKNMDLEVSMISCGVSILYSSFMTTGKKK
QERMPMKMSELAKSIAKIEFGPKQKYMVLEVCCSDEDGEDVETPYVRYKFR*                            
>Ngru_XP_002681609                                                              
MVDEVAADQQPEVDEKLYSRQLYVLGIDAMKRMQQSNVLICGLGGLGVEVAKNVILTGVKSVTLHDTKNITLEDLSAQFY
ASEKDVGLNRAEVSLSQLKELNPYVPVKIHQGELNEEFITQFSVVVFTDSHIPQLSELSDVCHKHNIKFIASESRGLMGS
IFCDFGTDFTVYDNDGENPVSNIVTDITNGNPATVTVYDDKPSHQLYDDDYVQFEGIEGMTEINNTEPVKVQVSGKHTFK
IHLDTTKFSEYKSGSGGYVRQVKVPTKHSYQPLKDQLVNPTCIDFDYAKLGRPQSIHVAMIALSEFEKRNQHLPKPYNKA
DAERLLEIAKEIVPEALKTSLDENVVKMLSYTCRGNLNPMAAFLGGIVAQEVQKACSGKFTPLNQYLHFDSLESLGEDES
KYPTEEDCQFTSTRYDGQIVVFGKQFQEKLSNVKEFIVGAGALGCEYLKNYAMMGVGCGNNGKMFVTDMDSIEVSNLNRQ
FLFRRKHVGSQKSTTAAEVVKGMNPAFNIVALQDKVAPETEQTFDDEFWEQLTGVTNALDNVQARLYVDSRCVYYSKPLI
ESGTLGAKGNTQIVVPKLTESYGSTRDPPEKEIPICTLKNFPNAIEHTIQWARDSFEGLFNKVPNEVNTYLSKTDYLKEL
DSENSRKMILENIFESLVSNKPITFENCVEWARIKFEQLFNNNIQQLLYNFPIGMITSSGTEFWGGAKRPPTPLTFDPKD
QAHLDFVIAASNLRAFMYGLKGFTKEEYDFASVVSKIVVPEFSPKSGVKIQSDEKENKEPEQELTESDEQEIKVLTSKIP
KPSELAGFRLNVSDFEKDDDSNYHIDFITATSNLRARNYKIPEADRHKTKGIAGKIIPAMVTTTALVTGLACLEFYKLMQ
GAEKIATYKNGFVNIALPFMTLSEPAEPPKQTYLGDKTWTLWDRFEVDEGRDITLKELMDIFKERHKLEITMMSAGKSLI
YSFFGNKKSNEEKMKTPISKIIENTSGPFLPKEKYVNLEVCVQDLDNGDDQEVPYIRYKFRGF                 
>Ngru_XP_002679801                                                              
MSLNTSDRYAGLKLIYGEGLIEFIRTSKILVVGAGGIGCELLKNLVLSGFENIEIIDLDTIDISNLNRQFLFRQKHVGES
KSKIAKETALTFNPACNIIAHHGNIKHSDYGLDFFKQFKIVINALDNIDARRHVNRLCLAANVPLFDGGTAGYLGQAKVY
QKGYSACYECGGNRNAEKTFAVCTIRSNPSKMIHCVVWAKLLFDRLFGAVAPGDDISSGFEEILKESQDFENKILNKVFV
SDIIELSQMKDKNVWSTGKVPEGLTEEYITKLEQSASTVTTEKVGVKEQRVWTIRECVDNFKKSVIALKKRRDQSGQTLS
FDKDDEDALVLVTSASNLRAFNFHIPPASKFDIKSMAGNIVPAIATTNAIVSGFLVCEAFKTMKSIFENQGKEDVNHIKD
CVWVDILERPITKSRKQTIIFPLVKDSKNSNCYVCSSNSVTVVANCDKMSLQKFVEDILKSKLALVEPSILANDDLIYEC
GEDLEENQIESIQKRQQKTLKELGIVDNTELLVEDFSQDITWKVFIKNNTKIEVEDFSVDGGNNATSTTEAATPAASTSA
PTSSSETISLDDDENALVCVTDQEIQRKMLEERRNEFKRKREEVSENLSEDTNPTKVSKAVVDEDAILIDDE        
>Ngru_XP_002674724                                                              
MISSKPLSFVINSSASDENSEEKNTTTSATSENEMERKRYDRQMRAIGKEAMTQIGSARILVIGCGGLGVEIVKNLMLMG
FKSITVFDNKKIVSYLDLNSHFYLNEDHVGLNRLDSVIDSLYELNPYCKLEKLEAETLTEDIIKKFNIVISSDELIVSDY
VINISEICHTNGIKFIAGYTIGLFSSSFVDFGEGFVVKDADGEAPSHGIVSGIEIVQKDGISVAIINTKDETQPEPHNLS
NDDYVKFHSIEGMVQLNNTEKPFQVKVVDVYRFELIGLDVSEFGSYTQGGYFRQVKQEKVLDFKSLKQSLVDIDAGLFDD
ISAFLLYNFAKMDYPIKLHYYSLALNRFISQKGRLPQNYNTEEAKEIISIASNILESTERKAPYFVDEILFSLLSYTMSG
PLNPMCTMLGGLLAQEAQKACTGKFSPLFQWCYLESVNSIPDIITNAIKENVNADIRPTLSKLNIDVEPKNNRYDAQNMI
FGADFQQHLTNQKVFLVGAGALGCEYLKNFAMIGLGSGPRGTLSVTDMDSIEVSNLSRQFLFREEHVGKMKSECAAKAAQ
KMNPSLNIRAMADRVGKETENVFDSSFWGELDLVVNALDNLEARLYVDSKCVYNQKPLLESGTLGAKANSEVILPFVTNN
YGKHKDPPQKQFPECTIHRYPNMIQHTISWAKAFFQSSFTKSVEEAKLFLKSPQAFFEEKGNNMVTLDSVTMYLCQRPQS
FEDCLSWSVIRFEELYNHSIKNILLTYPEAFTTSSGARFWSGSKKCPKPIEFSVEDETHLKFVFYGALLYASLFNIEGPA
DCRSNHAKFFEANKQYLIDVVSRTVIPKYIPNPISRDDDDAKDSSKEGSSEKPKELSEEEIERQQRQMNEYTTKLRNDLT
TVAEKIDSDRALLETAFFLTDIDFEKDDDMHMEFITSASNLRARCYNIPEIDVYETKGIAGSIIPAMITTTALITGLVVL
ELYKVLDLNFNELKEKLKTEGDKEKFLERFSNSYVNIGIPFITQSEPVPCKKDVANGLYDIWETINISKTKDNVGTLGEL
IEHIQSTTKLTVTSVTYEGAILYTCFMADETKEKRMARPLDQLLNAIFKSEKSKTVFNLGVLAMDLNSTTNSDIVTLPTV
VYSAEKGGLSEEEKKKLLLEKKKQLLKQKQQK                                                
>Ngru_XP_002670193                                                              
MASVVDTSFPPEIEAERWKDLDYILKRSGPFAPADFQAGDETKQFLQDSCKVLIIGAGGLGCDLVKNLAMSGFRNIDIID
MDTISTSNLNRQFLFRDGDVGKMKAEVAARFVNERVPGVKVTAHICAIQEKSVDFYRSFGIIIAGLDSIPARRWINSTLL
SLIQYVDDEKTEVDMSSMISLVDGGTEGFKGQSRVILPGVTSCYECTLDLFPTDETNYPMCTLKTTPRLPEHCIQYCYIE
EWRNCKGKEGIPDDEQVDGDNPRHVQWIYEKSLERAKNFGIAGVTFRLTQGVIKGIIPAIASTNAIIASSCTNEAFKLAT
FCTPFLDDYMMFNGSEGIYTFTYKNERKPDCLQCGPAGVSKTITCSSDITLDEFRDILRTDKSIQFNNASLRNLTSDQTL



YLTKPATLRQMTEPNLKKKVKELFHTGTELYATDTEVIADRGVNIIVQFND                             
>Tvag_XP_001324521                                                              
MLAEGIQALLGTRGPYCYDYFVTGDEGKDYLEGRQVLVLGAGGLGCELLKCLAMSGIKHIHVVDMDTIDVSNLNRQFLFR
QKDVGRYKSEVAAEFIKRRVPDCEITSHTCKIQEFPDDFFLQFDVIIGGLDNVNARLYMNDKVVQIAKEGGPVIPYIDGG
SEKWMGHCKFIKPLETACLSCYPSIMKTKPQQFQFCTIATNPRQPEHCVAWVKDILWPKEHPGEKLDGDNDDHIAYVVEK
ANEHGKKYNLGEITPRMARGVIKNIIPAIASTQAFVASMCTTEAIKYITGCAPNSNNQQVVGDNGIAYANTVMQKNSKCE
KCSDEFTIEYKAEDKTLQQLIDDLENVYKLTAPKISNGAEKIYYPNLIPETKLNLPKKLVELAAIGDELIVACSGSQNFY
TVILG                                                                           
>Tvag_XP_001325848                                                              
MLVHIAKSFGKIIPYFDGGSERWMGHIKVIIPTVTACLSCHPEFFVELSEFQLCTTANNPRQPEHCIAYVKEKLWPESFP
NLKFNPDDEENIKWIYEKSQEMAQKNNIAGVTYKLVKGVVKNIVPAIASTQAFVASLCVTEVLKYLTGNGYNLRNILISG
EEGIYGEDLEYAKMPECHACGSIVIDIHLNDNETVSEFIQRLEKEYNLKNARLVINTDNDRIIPIYSPKIYKESQGNLSK
PMKNFVESGSEIIGITPDNLDSTYIIRII                                                   
>Tvag_XP_001318924                                                              
MDFDKSPNILLVGAGGIGCEIIKSLAIDGVYRITVVDFDTISLSNLSRQFFYSEDDIGKEKSIRLAENAMKRYPNLQITG
ISGNVLDSSFDPDFIDQFDFVFCGVDNIDARMRISQLCVITQTPFIDCASSGKHAQSVPTIPFKSACYVCSPVAAPSGPK
VTCTIRSTPQTIEHCSAWSFHLFNAVFSGQGSNDVISVDNLEPQALYDNVFVKRIEELRSKTEIWKHRVPPDPYPAKVTP
NHEPITRPCDKWTLEESCGVFADVVSRLSPPLVFDKDDDDHLAFATAATNLQSHCFHINKAVSMFENKGLVAVVVPALAT
TNSIISGIAVQQMKQMFTENKLNVKSVWMSNSLNGPKLTPVKLEPPSKTCSICGYEVWHVQCDYTKTMISEVAKSTGINS
PSILLGNNIIYDCEDTDDKKISELEGIGNSVILVANDIDDPEVRKHILLRNRNVDFNAEKVHDQLYVKPESDNECDYSDI
EIIG                                                                            
>Tvag_XP_001317800                                                              
MTEIKEEDLYSRQIYAIGSKAMEKLTKSSVLISGMGAVGVEIAKNVILAGVKNVTIHDTRLTTLDDLAANFYLNDSNIGT
NRAIACSKLLMKLNRYVSLAVNTDALTNELILQNQCFVLTDWHSSKEISEYSAFCHKNGIKFLFADVRGLFSFIFADNGK
DFLIRKQDDTEPIRFDVAHISNDPQGIVTTSNPHGHGLETSGHIKFAGVEGMTEVNNQTFKYKKVKNDKYRIVIGDTTKF
GKFVNNNNTAVAIEVKAAKKESYKDWTAVMKNPKGLFYEFDFSKLESHAQTLLFFLSYYNIITDSPAVDFPALLESAKQI
NENTKLVDSIDEVLLRNFANTTLSIISPMSSIVGGITGQEVMKSLTGQFTPIKQIVTLSYTDAIPDINNVDFAPKNDRYD
AYRRIFGNKQQEIMSDLNYFLIGAGALGCELLKNWAMMGVATSEKGKITVTDMDQIAVSNLSRQFLFHEEDVGKMKSEIA
TKSAKEFNPSIKIEHHINRLDETTAADVYNEEFYKTLSGVCNALDNIPTRQFSDQLCVQRLTSLLESGTQGTKCNFEVYI
PHKTQSYSSIGNYEGGGVPMCTIHEFPTNISHTITWSLDLFGNMFESDPETVNSFLKDKDYVKHMKEEDIGHVKTAIEIV
EKMLINNKPNDYKDCVLLMRNVYQKSFIDLIHEVLKKNPVDSVDDQGRKFWLSEGRRLPHPLDFDENDELTKEFIKYGAR
LISEVYDIKVTDEDPMEILRNNDFQRFSQKENSDANKEINNDIHSNLRETCKPLKSFSFEKDDPSNGHVDFIYATANLRA
KCYGIITENKMEVKRIAGNIVPALATTTSLVCGFVCMEMYKLHSHIPKDISEFRWGAVNLSNNFISLFEPGLATTEIVQT
TGEKFNFWDKWTFDDLPVSDIMKALESSTKGTISMLTIGDIIVYADFNERDEVKLGKKVSEVLKELNIPLKPGTLYIKAK
VLINDENNNSINHPPVYFKVN                                                           
>Tvag_XP_001584482                                                              
MDHDFVRNSRVMLALGKSTFEKLSQYKVLIVGLSAVGSEIIKDLVLMNVGTIDVFDQLLVTEKDVGSNFFARKIDIGKQR
INTILPRLHELNENCSIKSFPRLPEISELQNYHSVVITYPISYKILLEYSEYCYSHNIMFICSSCLGPTGIFYESFTSKF
IVTNPKGKHPFKHAIKSMSYSKNSTLYLRDEEVFLQSGQKIRFENCEALPALNGKEVTLEANKNKNITSRCTGINLKEIG
QWDQSKSGGFITEVIKPVEISHKSFKDSLDIDIGEDSIRKIFINICRSFDNQEESITYTNEYDSSENNYKNLHIAFEYEY
PPIAAAIGAVSAHHVIMYCTHTYLPLKNQWFIIDQRRILPNKVQPPKNDRFDSVRLTIGDDSFSRIRKSCILMLGAGAIG
CEYARCLSLLSPGKIIIFDNDKIEPSNLTRQFLYKKSSEGQYKAAVCADAIRENNEEIVVEVKNELFNEKTARELNLKEL
DAILSGVDTVKGRKFASTLCRLLNIPFVNCGSEGANADGQIIWPNKTGMFEANYGDNNDEIVLSCTLRSYPTSPIHCIQL
YKLLFDEEFLKIPNLSLKKENLGNSEEKIYNFVKEIPKSYNDCCLWARVFFERENVWNISDGFKENAAVYDPNNNLHQKI
IQTLSVMKANLHQIHFTDEDVKMSPFNVPLKVELPKVEKEIHSNKEWHEMRMKISDNLTVKPFEYDKDNMTNLTFIWSMS
NVHAKVYRLQEISMLEALKVSGNVAATIATTGTVAGSICSELLIETFSERICQIFDEKKRIPMNFSVDLETEQEISFHSS
VPQMRLARKVYVNPWEPVFIEDNPVILDLMDSIDEKYSTDCLSLKLEYDGSDYVFLEEDMESPINDVIIKRLGMPILGQI
PLIPILNERAAKTPLFIVKIKNC                                                         
>Tvag_XP_001311522                                                              
MTNTESQLYSRQIYTFGEDAMKAMSSTSVLISGMNGLGVEIAKNIILMGEKSVTIHDTKATTMSDLSSQFYLNESDIGKN
RAEACYQKLVELNEFVKVNIATCELTNEFLGKFNIVVLADFYPYSKLLEMSDFCHANHIKFILTQCSGLFGFVFNDFGEK
HFVTKGDDYKPKPVLIFDINNEENGCVSTYNNANHFLSEGDVVKFEDIEGMTEINGKEFKVTSVIDYSKFTIGDTTKFSE
FLHEGKGIFTKVKQPFTMDFPSLQESFKGPIILDSDYANPGQNVEIISCFLSMSKYNEMYPNEEVDKEKFTNIAQKVCKE
LNFCDEISNLVLDHFLRGYGLHLSPICAIFGGIVGQEVIKFVTHMFTPILSYLALGNIEATLSNVVYEPVGDRYDAYRKV
FGNNLQNKIMNLKYFMIGAGALGCELLKNFAMMGCFTGEKGNLTITDMDAIEVSNLSRQFLFHKNDIGQLKSVVAAQSVK
KMNPDIKITSHSNLFNEETRVIYNDDFYESLDGVCNALDNIPTRRKSDDLCVFYNKPLLESGTQGTRCNYQAIVPGVTQS
YNDKNDPEDEGIPECTLHRFPSDINHCAEWSRELFLTTFDQMPTMINKFISDPNSFINENKKDSANINQVLKILSKPPVN
FPDCLKISMRRFYKYFVWRIEDILEALPPDHKDEEGHKFWTGSKRCPHPIEFDINSELHRTFVISFAKIWARMFSIEVKE
NENEIQNLLKNIEKPDKNDKIKLDYDINDIDFFVNLAKNSKLLNIEQFEKDDDSNSQIDLMYSSSNIRASNYKINNVSKL
EIKRIVGKIIPSLATTTAMICGFVALEMYKIHSIDERLNLEGYTFNELEETNKQPKKMLYEVFRDSSFDISFSDYIIGYP
AEADIYKSKNEKKFTKWTRVLFDDLAVKEFINKVKELYGFEVTKLIYLDKVLYYIPRQKAAASSKQEMEKRSEMKISDLV
KYVGENSKDKFELHPTKKYLDIKVIVKDYENTLPIFVVKIK                                       



>Tvag_XP_001323759                                                              
MTEEVDTNLYSRQIYALGLEAIKKMSHASVLIAGMGGLGVEIAKNIILMGVKNVTIQDTKNTTLEDIASQFYLTESDIGK
NRAESSFKKLAELNQHVSVSLATCELTNDFISKFDTIVLTDLYPFSKLLEISDFCHQKNIKLIITQVSGLFGYVFNDFGE
KFYVSEPKDEIPERFLIENITQDKDGIVTTSDYTRHGLYEGDTVKFEEVEGMEEVNDKLFTVKPINPYKFSIGDTSGFHP
YKNTGSGGYCCQVNLPITMDFPSLRDSLKAPEVNLTDLVFFGRENEVISCFIALSKYIDESKEGPIDTAKFTELAKKVAN
EYHFCEEISNDVLSTFTYQAKTVITPMCAVFGGIVGQEVFKSISSKFTPIKSYYAISYIESTVKDVKYEPLNDRFDTYRK
IFGNSLQDKMMNLKYFMIGAGALGCEILKNWAMMGVFSGQNGHLTITDMDTIELSNLSRQLLFRDRDIGHLKSLTAAEAV
KQMSPKMKITAQSNKLTEETRNIYNDEFYESLDGVCNALDNVKTRQYSDDLCVYYNKPLLESGTLGSKANAQIIIPGMTQ
SYTDTADAEEKSIPQCTLHNFPSEINHCCEWARDIFGGWMEHNPETINKFIKDPKKFIEEQKLIGLEELENNLQKVTKLI
KNRPKNFKQCLEKGLKKYQELFVWRINKILKDFPVDSLDENGQPFWRGSKRAPSPLSFNIESENDYLFVTSFAKIFARIN
SVEIPKTEAEIKEILKTIPVPEKRVKCCFEGSIPLDDLINLSERYAKEQNMVKPESFEKDDDSNSHIDFISAAANLRATN
YRIKNESKLEIKRIAGKIIPAIATTTAMICGFVCLEMYKVHSRENRKIEDFRSMFINLSTNHYAGAFPADATKSKLPNGM
EITKWNKFKIENMTIENFINYCQEKFGLHVTMINVHNKTLYFEPIQKKYNKIILQKLKKQGKDPELEYQTQLKEQNAIKA
MTLIDAIKSIAINGEFEEHMKYVLVSIASKDVDISPDFILKVK                                     
>Tvag_XP_001323210                                                              
MENRFNRNILSYGLETFKNIQDGMILVSGMNVIGTETVVNLILSGCNCVGIYDNDIISPSDVSSNFYLTNEDLGKPKCEI
LKSKLNYLNPNCEIIIETSLDTSVLTKYMLLVQTKPLFHDEITKLNQKCRENHIGFIYSDSYSYLSCIFIDFGDDFTVQN
KDGRVPFSYKISKITKSNPGIVEFAAPKDSIIPKSFHGYFSHVQSVPELNEIESVEFTKISGRKYNIIDTTKFSNFDETK
DNGFITQIKEKSKLIFKSYDESLETVPQMIVNNERHKWVRNFFLNRQKSQPILLYDQAIGTLIGGLCANEAIKYLTHTYM
PIKNQWFVFCLENLFESKSYEEACEKFKEMNPEFIEYDFLKPKTLDFSKEKLLICGIGAVGCTLSKIASTYNPALMSLVD
RDDIEISNLNRQLLFSDKDIKKNKAETAKEKLLEYRSNLNINTYPIYITEKTKLKFFSDHTTAFGLVDSFSARGLIAGNA
ALASIPFFTGGLSPGQGDFECKIPNVTNQYIIRSEPQTTKTCTLRSFPYKKEHCIEWATEFLIKVINSSGYKTIDECIDY
AKNKFRSKFYIYWQNNIILHPKDEIRNGEPYWSGTRIFPKTIKYDKTNELHKKFIISLTKLLAAASNIPLPTDEDLMAKI
NDISIIYPTDEEISNHKKELKEVSKEKPKRTHMFDEYNKDQVDLLMSSSNLRSLIFNLPEITESDCIKFAGKIVPVVSTI
NSIVSSNIWLIYMDYLANPDFGYTGTFYSENCSIRYAKQTRLNNPRKFGNTERLFYGWEYFRFDSKTKLGEVLQNLKEQL
KCGIDSWATRTGTLPLDKPDLTFEDVIHPDTDYAIVEPLPEGDFDCPSILVTFE                          
>Glam_XP_001708030                                                              
MNRDYSRTEYVFGSDALHRMQQAEFLIIGADGLAQEIAKNLALTGVSAIRIFDPTSTSYRDLSSSPFLRLEDAESGAPRD
KTIASHIQQLNPLCTVEVVDNPSFSSVKELIQPSKVVIQTCCLPNLPLGHVGDVCHAEGIPYIMCTTNGLSGRLFCDFLA
RHTILDIDGERCEDITLSSCIIEATSSHVCNNGMRDWRFFFSTSKIHDLSDGYTVLIRDLKFVAVDGSGAQQPTVSMERL
EKLVNQQIWTISITGHSRFEAVPCNSSIGAAICSFLSELKQKGFEALHLRGGYVKRVKEPLDMPFLPYSEAARTPQYSDL
MVDFSKLGRSDVLHSIYSVITEAASVGHTSASALLAPETVWNSELARTNLDGLIAFCIEYKGSRSLLEMCLPHLTNNDNR
SLLETFLMTYNGQISPLVSFMGGWGAQEALKCVSGKYTPIHQFYYYECFEALPPKDSPFHPLNGGFNLSKDIFRPADRYE
GQRMLFGNRLQDLISRASLFVIGAGALGCELLKQFALIGAATDTQSLLELTDLDNIENSNLSRQFLFREKDIGKMKAEVA
AANVKLMNPELNINARCLRVGEETEDVLNSEFWLSKTVIVNALDNVPTRMYVDGRCCLYRTALLESGTLGQKANMQVIVP
WLTETYGSQRDPETSDDPACTIHNFPNTIVHCIVYATSEFKGVFEQGCADFAKLKTEGLQPFVDNLLKNKDTIEARLLQL
QTICMKLPHCVNIIDRACNWACALFEKYFILTIEKILSDFPVNAKDKDGNNFWSGEKRPPHKLTYDANNPIHHDFISTAA
RLYTVILGNDVDISSETIMSIATAYFAASSASPAKAVILTREVAAKQISNFLNCTYNPETISQLLADDTLFDQEFLKHLS
PWGVTPRALVFEKDDLTNGHVQYIASLANLRAENYDIPTIDYAEARRLSGSIIPAMVTTTASVVGLVGIEFYKVLLWNNP
DLSARHPLADYKSAFFNFALPSLQLSEPGPCTFVECSTTKEKITPWDHIELPKTVTVQGVIDYFRDRYKGDVDSIIFNTR
MVYSSFGNGAVALDKRLAELVNDPPGQIFFIVGCSDPDTYDEIEVPKLCLVN                            
>Glam_XP_001707533                                                              
MNLCIVGCGGIGCEVAKLVVQAPARYASVAVIDMDSIELSNINRQFLYSRDDVGREKAHVTADYLRAKAPSLRVNSYSET
VINPKRFGPSFFSQYDVTVTCLDAFAPRQYVGEMCWFANKLLVDAGTSGLSGSVTGYPPALYWLSEDPTVECYNCYNRDT
RIDIPICTMKNKPTRPEHCVSYSILLVQRMYDVDPFSELTEYTPIDCSGSIDKLLSELARFLYYSFKTHLLDNPSASAVL
DMEDINKARQAVTHLLAASEHEDGAIQPCIKQTSLSVSYTLHEHMSVEQALKEVFISATALARSIACKAYTLTTYDRDNP
HLVALVAGLSVLRMHSFGITTTLTPFELSTLAGSIVPAVTFTNAAVAALAMKLAHMIFSSLITKQHRTAISLQHFIKNSR
RTLLINDDLRPSNPACVVCSVPYYILKVKDVPPLSVDAVIEYLTKEFSSTISAIYGDGVLLYEDDTPSGWTDDSSTPGTN
DETEHVQNTLQSASQIYDGEILKIKYSSHTQKQLSMNVMVRTDNTLEVAYLFTAGRA                       
>Tcru_XP_820372                                                                 
MSDVVLRTPFTIKERGWQCLVRRSPPPVFAVAGYSPENTTWDEVRLLVVGAGGIGCEVLHTLALSGFTDITVVDMDTIEL
SNLNRQFFFSEADIGRSKAEVAAAFVERRCPGVKVHVVFGRIEDQTDEFYRQFHAVILAVDSVAARRWINQKIAEIAVWE
IVDVAKEGHEGRKEKRITSSIPFIDTGTEGYEASCRVILLETGNTPCIECVLELYPPRKTVPFCTLENVPRSPEHCVLYV
QFRLWKERRPGETLDSDDREHMEWICNEAQRRKEAFGITGPDIDFSFALGVVKNIVPAVGFTNALVAGQATLELMKLLTG
VAPSMQSFSYFNGAAECGGLTSYVTPLSPNPLCPVCAPRPVLLLTSQMTPRRVLAAVKEQIGLPTAVHGKCELQESSWSD
GTLRVRFEGDAEVCLLYKKTNPLRTRIVGSTIEEIFAASGHAGAFSRWCSGSGVTFNVEYSSTDVYFSAEALMSGDATA 
>Tcru_XP_820117                                                                 
MSDVVLRTPFTIRERGWQCLVRRSPPPVFAVAGYSPENTTWDEVRLLVVGAGGIGCEVLHTLALSGFTDITVVDMDTIEL
SNLNRQFFFSEADIGRSKAEVAAAFVERRCPGVKVHVVFGRIEDQTDDFYRQFHAVILAVDSVAARRWINQKIAEIALWE
IVDVAKEGHEGRKEKRITSSIPFIDTGTEGYEASCRVILLETGNTPCIECVLDLYPPRKTVPFCTLENVPRSPEHCVLYV
QFRLWKERRPGETLDSDDREHMEWICNEAQRRKEAFGITGPDIDFSFALGVVKNIVPAVGFTNALVAGQATLELMKLLTG
VAPSMQSFSYFNGAAECGGLTSYVTPLSPNPLCPVCAPRPVLLLTSQMTPRRVLAAVKEQIRLPTAVHGKCELQESSWSD



GTLRVRFEGDAEVCLLYKKTNPLRTRIVGSTIEEIFAASGHADAFSRWCSGSGVTFNVEYSSTDVYFSAEALMSGDARA 
>Tcru_XP_819492                                                                 
MKHEEEKRQLYNRQEYVVGVETQAKYGSTDVLVVGACGLGAEIVKNLALTGVRSIKIMDSGTAILQDLGTNFFLTPQDVG
QPRADVVARRAQELNRFVHITAVTSPLHEVIPDVHVVVFVNQRTTALVGENALARKHDVKFVACESRGIVGCVFVDAGPS
FSVLDPDGEETVSCIVTSVSRDGVVSLHEDKKHECEVGSHIFFTGVVSPAAVNADIDPSTIHGRCQSAASPLLKLFEVAE
VISPFILRLKDFEAAVGNSPIEVGTGAYLHTTKRHVLMGFKDLEQSVADPTFVSIFDSEEKVNAPATLHALFRALHDHGT
LPTTPTEVNSLLNLAEAYHSSCNSGHLDVEFSKKALSVIHGNLNPMACLIAGIASQEVLKVCSGKFTPIQQWLYYDAREL
LVARGEVAEADLRPPSPTGSRYDKQIAVLGAAFQSYLSKQRAFIIGAGALGCELIKNAACMGFGGISITDMDSIEISNLS
RQFLFRNSHIGQHKSRVAGEAAMAINHDLHVTSFVEKVSVETEGIFNEAFWDSHAVVLNALDNVQSRKYVDSRCLFYKKP
LFESGTLGTKCNVQCIIPYCTESYSSSHDPPEKAIPLCTLKNFPNAIEHTIQWARDNFHVLFTNTPEEVNSYLQDPTTFA
ANLERDPATKTMALKAVRDALLRWPMDAADCVRIARRLYHEYFSDAFRQLLYNIPIDKRNENGELFWSGAKKPPTPQEFS
PDSELSMSFVYHCAYLLACVYGLPPFTLSRADVARVAGETSVPEFVPRQAVFATSEAEKEESVANLAAEIGLQDLPPVSE
FHGRRMVPEFFEKDDPTNHHVEYITACSNMRAVAYNIPPADVHHTKRIAGKIIPAMVTTTALVTGLVGLEVLKRLLMTQR
QERSGMPANAVPTYEEIQKQLSIYRNAFVNIALPFIAFSDPIIASGATYPLPDGTSVRWGIWDRIDVNEGRDLTVQELVT
VLESRYQVELFIIALASGKIIYSQFGNTKDRGKPVSTVVLEKGEQLQDGEDCCCLVATGSISDVDVDIPVIRYRFRNF  
>Tcru_XP_814231                                                                 
MMRVYIGHLLFPPKRSFFSQASCSRGDDEVGIVSRGDAKRFKGEGWATGVMEMTDVSSFQVSAASITEAVLKAFEPWVGQ
HEKINGRPHIDVHVHAAGKGASFCLVPGILALSLTTSACTAIECPEKVRMADMEAAARYPRITAVSLESFNGEVWDELPV
YWEERQVMVTNTLTETAMTQVAANCCVSPAKDETLHGEETLMEERILVVGAGGIGCELLKVLVLYGFRNLDVFDLDTIDA
TNLNRQFLFQKEDVGASKADTARKAILNWFTSTYSERMLPVIRAHHADIKNEAYDDAFFSQFSLVLNALDNVSARQHVNR
MCMRTDVPLIESGTMGYNGQVQPIIRGLYECYDCHPKAANQKTVAVCTIHARPTTMVHCVHYAKELYERLFGEGKREEKD
EFAFVDAIITQQEEELQGEVDACDGGLSICGMAAVLAGSLFHEKIQELLSMKTVWATQPPVPLSKDLIQRMAEQMSVDAT
RVKSLHILRDTSLCLEDTVSLFLDAFTRCVRRGNRHAFCKEDDDAVDFVAAVANLRAFVFHIFPLQSVEEIRSIAGAIVP
AIATTNAIVAAAVVQQALCVLGMKETTCRFGKPQMVYVRRVPQVRRRPFPDPCGCNIHVTHGSDRKGDSSSDDKTSKKND
AIQKRWATDLFLVHSAPPSLPSSNCLVCREHYPTVRVFLDATHTTLGQFLCTVLRERLSMTAASVFCGANVLYEEDEYEA
LAMTPLADLMTAADRPLELLVDDLNHEVEWRLVVNHSPAIEGSDAVKLEGIDAALQLEQKLVADSKKNAAAENDNGNGDR
VVPTKTGGVENDDEDDVVDSPSLNVTDAAAGNRATVTVVLSDSDGDDVDVVEIE                          
>Tcru_XP_807913                                                                 
MKHEEEKRQLYNRQEYVVGVETQAKYGSTDVLVVGACGLGAEIVKNLALTGVRSIKIMDSGTAILQDLGTNFFLTPQDVG
QPRADVVARRAQELNRFVHITAVTSPLHEVIPDVHVVVFVNQRTTALVGENALARKHDVKFVACESRGIVGCVFVDAGPS
FSVLDPDGEETVSCIVTSVSRDGVVSLHEDKKHECEVGSHIFFTGVVSPAAVNADIDPSTIHGRCQSAASPLLKLFEVAE
VISPFILRLKDFEAAVGNSPIEVGTGAYLHTTKRHVLMGFKDLEQSVADPTFVSIFDSEEKVNAPATLHALFRALHDHGT
LPTTPTEVNSLLNLAEAYHSSCNSGHLDVEFSKKALSVIHGNLNPMACLIAGIASQEVLKVCSGKFTPIQQWLYYDAREL
LVARGEVAEADLRPPSPTGSRYDKQIAVLGAAFQSYLSKQRAFIIGAGALGCELIKNAACMGFGGISITDMDSIEISNLS
RQFLFRNSHIGQHKSRVAGEAAMAINHDLHVTSFVEKVSVETEGIFNEAFWDSHAVVLNALDNVQSRKYVDSRCLFYKKP
LFESGTLGTKCNVQCIIPYCTESYSSSHDPPEKAIPLCTLKNFPNAIEHTIQWARDNFHVLFTNTPEEVNSYLQDPTTFA
ANLERDPATKTMALKAVRDALLRWPMDAADCVRIARRLYHEYFSDAFRQLLYNIPIDKRNENGELFWSGAKKPPTPQEFS
PDSELSMSFVYHCAYLLACVYGLPPFTLSRADVARVAGETSVPEFVPRQAVFATSEAEKEESVANLAAEIGLQDLPPVSE
FHGRRMVPEFFEKDDPTNHHVEYITACSNMRAVAYNIPPADVHHTKRIAGKIIPAMVTTTALVTGLVGLEVLKRLLMTQR
QERSGMPANAVPTYEEIQKQLSIYRNAFVNIALPFIAFSDPIIASGATYPLPDGTSVRWGIWDRIDVNEGRDLTVQELVT
VLESRYQVELFIIALASGKIIYSQFGNTKDRVKPVSTVVLEKGEQLQDGEDCCCLVATGSISDVDVDIPVIRYRFRNF  
>Tcru_XP_806713                                                                 
MMRVYIGHLLFPPKRSFFSQASRSRGDDDVGIFSRGDAKRFKGEGWATGVMEMTDVSSFQVSAASITEAVLKAFEPWVGQ
HEKINGRPHIDVHVHPAGKGASFCLVPGILALSLTTSACTALECPEKVRMADMEAAARYPRITAVSLESFNGEVWDDLPV
YWEERQVMVTNTLTETAMTQVAANCCVSPAKDETLHGEETLMEKRILVVGAGGIGCELLKVLVLYGFRNLDVFDLDTIDA
TNLNRQFLFQKEDVGASKADTARKAILNWFTSTSSERMLPVIRAHHADIKSEAYDDAFFSQFALVLNALDNVSARQHVNR
MCMRTDVPLIESGTMGYNGQVQPIIRGLYECYDCHPKAANQKTVAVCTIHARPTTMVHCVHYAKELYERLFGEGKREEKD
EFAFVDAIITQQEEELQSEADACDGDLSICSMAAALAGSLFYEKIQELLSMKTVWATQPPVPLSKDLIQRMAEEMSVDAT
RVKSLHILRDTSL                                                                   
>Lmaj_XP_003722700                                                              
MEAERKALIDQRYLDKQSRTIGTYGLETMAKLIAFKVIIVGCGGVGIEIAKNLALAGIHTIRFYDPRKPTVQDMGVNFAV
TPQSMASGKTMAELSAAYISELNPNTRVGVLAELTTATVADNVALIFTTAAPDLRLTTLSEWNAFCHNHTPAISFVLALQ
TGTMGSVFTDHGPSFVVKDADGRPMLQKLITEVVTLRDKTGEMYTRIRYETPEGQTPGALRDYTQIKLSEVQGLLKPDGT
SANGQVYDGVICPSDPRDTVRVYPAFETQGYSPYETGGFLHELKEVKVLPFRPLSEALAAPGPFVSVSPMMDNSEESLTH
VTLHALLRYADAHAGKLPELHNAAQATAVVELAKKVLEENKAMPAPPEQRTTGKPSNAEFPYKVPPPPPPAPLVLESLDE
KAVMAEALVARAELQPLASFFGAVVAQEIVKITGKYSPIHQWFHLSCAAVRPERADYSSEEFRPMNSRYDHIISIFGKGF
QQLLQNLRLFMVGCGALGCENVKNFALCGITCGTGGSLVVTDNDRIEVSNLSRQFLFREENVGQSKSAAATARMRQMNPD
ANVDARQDFIGTTTEHLYPDTFWQSLNVVVNALDNIEARLYVDQQCVRFQKVLVEAGTMGTGGNVDIIVPGRTSSYADGG
AADQTGGIPMCTLRNFPYIYDHCIEWARAQFDDLFVSPMQAAQQIIEDPAAFTQRIHHEVSSGSSAGERRSLIDKNVGPL
KLLKRTLTILADGPTMDRCVALGWEQLFKMFRDRILDLQAAFPRGAKKKNGEDFWSGHRKYPTALQVTAADIATNPDAKN
FLVAAINLYACMFGVHPPKHEARFNDEKNRWMQEYRTDAWIQAEVNKLPTPAYVAGSVDNLDDDLAADAQEGKQVSMEES
EAELQGLLADVAALASKCKGSKAAALEFEKDDDDNFQIDFVAAASNLRAENYGIPTQDRLKVKLVAGKIIPAIATTTSAV



TGLGLIELFKVLQNKDISVLRNGMLDVGTNNYVLFERDLPIKNFTKVVATYIPEQDYTYKKKIIRVPEGFTKYDMIRIPV
TPATTVKAFAAALEAVLNKTLPEGADYAYEVDGLGVGKGMLWNGRSSHANTNASLMKVIEQQKASEAGGTLPAPFWQNRF
QFCDLSATVSIDDGDDTVDEVDVETATVCLEIQQ                                              
>Lmaj_XP_003721593                                                              
MSSRTPSRLAFTQASDALATLVSPSAQFATADFDPALKDWSFVKPLVVGAGGIGCELLHLLALSGFAHLTVIDMDLIELS
NLNRQFLFTHSDIGKAKSTTAAAAVQARCPGVSVTAVVGCLEDQPDDFYRSFDAVLLAVDSIPARRWINRKVAEIATRVI
VPTPASASPPAARSAAPPEDAVAASAAQAPAAVYRIGNYVIEDAKLIIDTGTEGFEGHCRVIHMAHNRTPCIECEMYLYN
NGATRETVPLCTLESVPRAPEHCVLYVQLKEWPEHHRHRSRRRSQGGDGDGAVAGGGCEEDSKDGDRDELLNPDNAEHVR
WVTERARARQAAFGIGGAPIDDLFTVGVIKNVVPAVGFTNAYVAGQAVTELMKWLTGCAPELNNYAFYNGATEAGVHTNV
EPCRGSPMHGSGDVAGRCLVCEPCPVVAADASAVSAVAFRDALIELLAPDATAAALLRRGIVLLVFQSASKLVEVPLPNA
VKEAGAVKHESIASMLCAAGHEEFVKQWKDGARMATVECFGAADNARVSALVQWQGPPVWA                   
>Lmaj_XP_001683390                                                              
MLSEEEQKRQLYSRQEYVVGSETQAKYGSTHVLVVGATGLSAEIIKNVVLTGVKSVKVLDDAVVTIEDLGTNFFLRPDDV
GKARGAAVAQAAKELNRFVEVSSVSGDPLLHIPAVHVVIYTNAYTSTLAAANKVARENKVKFISCESRGVCGCIFVDGGE
SLDIVDTDGEDTVTCVVTAMSSDGLVTLHEEKNHECEIGSKVYFTGLTELPQANTTEPATPSAWKLFEVAEVISPHTMRL
KGVSELVSAGTIIHVGTSAYLHTTKKGRREHYRTLGECLDNPECLMIFDKEEKYTAATTLHAMFTAVARHGCAPTSPAEV
EAVVKAAQAINPNAEATVMRTLLPVFGGDLNPMACFIGGMAAQEALKVCSGKFTPLHQWVYYDAREVLQVWQYGAKTVSA
STLSSSAAVFPDAPAARSRYAGQEAVLGHAFQEYLRQQKAFIVGAGALGCELIKNVALMGFGEVSITDMDTIEMSNLSRQ
FLFRNHHIGRPKSVVAAEAAGHINADVKITAYEAKMGPETEAIFNEDFWVQQAVILNALDNVMSRKYVDSRCLFYQKPLL
ESGTLGTKCNMQPAIPFVTESYSSSYDPPEKGIPLCTLKNFPNAIEHTIQWARDLFHLLFVSVPADVNQYLNDPVAFANS
LRNDPAAADAALQNVNDALSRWPQNEQNCVRLARLLYQEHFNDGFRQLLHSIPLDKRNEDGQLFWGGAKKPPTPQEFDVN
SEQDTEFVYHCACLFAKVYQLPAFSLSKEETARLAAAVTVPDFVPRHAVFATSESQTSQQTSSSRGLTVEQLPPVAHFGS
RRMRAEEFDKDDITNHHVQFITYCSNLRARAYSIPVADFNQTKRIAGNIIPAMVTTTSLVTGLVGFEMLKYLLIQFHHAR
KPAVNGTGSSHGNFYLDADEEPEKLVTLFRSAFVNIALPFIAFSDPIIAPSHSYALPSGKKLRWGIWDRIDVSEGRDMLV
KELVQLLHDRYELEVFMIALKNGKMIYTEFGGKAKDKEKRVSEVAQDKGEKVQDGIDYFDLVVTGMIGDNDDVDVPIIRY
RYRF                                                                            
>Lmaj_XP_001681051                                                              
MAIPPAAPSSVQHSPASRSTASPCPEGPLPAELRAKPIFVVGAGGIGCEVLKVLVLSGFTQVHLIDLDTIDATNLNRQFL
FRVADVGNSKADTARRAVLDWFAAADDPAPEHVSALRGRRTPPSIVAYHDNVKADRYDDAFYRQFAVVLSALDNVSARQH
VNRMCMRNNIPLIESGTMGYNGQVQPILKNVFECYDCQPKPPETKTFAVCTIHARPTTMVHCVHYAKELYEVLFGSDSSE
MDGKGASAISDAGAAAEAGNGSATALQADKQQHGATRPSEGGELSYLRTMVSDWRRRQLPATSSTLDHNDGDDRSGREGS
RASCAAALAVELLRLLFVTKVEELLSLKSSWPTEPPEPLSRRDVDRVAAAHMSANATGASSAPLSGDHVLSVQDCMELFV
RSVTQCLARPTGLAFRKEDDAATSFVSATANMRAHVFHIAEQSLEDVRSIAGSIIPAIATTNATIAGAVVHELISLLRSS
SSISQPASTSAAQPAPLSQAEVTDVSASASMQTSPRGRVVYARKVPQVRRRRVPLSPGQRHTTPALFMEYVGDGATSANE
STSPSADHCAPLQAALALVGAERSTAYLLRMSGVAEGGGKAGGSVAVMDHYLVHSTAPNPPNRLHCRVCQDVHPEVRVTL
DLRSSTLGQLVHLVLESALKLEAPSVSYGPTVLYEDEDYEVLADHILAEVLRLPPAEAGWVAHQRQSYTLTADALNKDVP
WSVVLTHDDKGAAAPAPSPSTVFFQISGLEEAEAAEERALARLAAQQAQQEPPDAEDENGALGAPPGTTGLASSAATTTT
PVAVELIVSDDDEVLDMTPAMNAPSNVAAGEDIVLLD                                           
                                                                                
                                                                                
*******U-box***********                                                         
>Hsap_ENSP00000217173                                                           
MVINLCLPQFRPRIHCNKISADGYEVENLISEDLTKRSHGFRTEYFIKPPVYVTVSFPFNVEICRINIDLTAGGGQNVTG
LEMYTSASSSRVSWNTPQCRTLGPAEPSVPDKEAFTLVGKVLLKNQSQVVFSHRGFKARPPFGAMEATLPSPAVVAQELW
NKGALSLSHVAHLRICITHVTGGGIPCIKRLEVWGQPAKTCSQEVIDSILLVTSENLPQDVALQAPALPMESDCDPGDQP
ESQQAPSSLQKLAEIIQDVPEEFLDPITLEIMPCPMLLPSGKVIDQSTLEKCNRSEATWGRVPSDPFTGVAFTPHSQPLP
HPSLKARIDHFLLQHSIPGCHLLGRAQTALAVIPSSIVLPSQKRKIEQAEHVPDSNFGVNASCFSATSPLVLPTTSEHTA
KKMKATNEPSLTHMDCSTGPLSHEQKLSQSLEIALASTLGSMPSFTARLTRGQLQHLGTRGSNTSWRPGTGSEQPGSILG
PECASCKRVFSPYFKKEPVYQLPCGHLLCRPCLGEKQRSLPMTCTACQRPVASQDVLRVHF                   
>Hsap_ENSP00000219548                                                           
MKGKEEKEGGARLGAGGGSPEKSPSAQELKEQGNRLFVGRKYPEAAACYGRAITRNPLVAVYYTNRALCYLKMQQHEQAL
ADCRRALELDGQSVKAHFFLGQCQLEMESYDEAIANLQRAYSLAKEQRLNFGDDIPSALRIAKKKRWNSIEERRIHQESE
LHSYLSRLIAAERERELEECQRNHEGDEDDSHVRAQQACIEAKHDKYMADMDELFSQVDEKRKKRDIPDYLCGKISFELM
REPCITPSGITYDRKDIEEHLQRVGHFDPVTRSPLTQEQLIPNLAMKEVIDAFISENGWVEDY                 
>Hsap_ENSP00000227524                                                           
MSLICSISNEVPEHPCVSPVSNHVYERRLIEKYIAENGTDPINNQPLSEEQLIDIKVAHPIRPKPPSATSIPAILKALQD
EWDAVMLHSFTLRQQLQTTRQELSHALYQHDAACRVIARLTKEVTAAREALATLKPQAGLIVPQAVPSSQPSVVGAGEPM
DLGELVGMTPEIIQKLQDKATVLTTERKKRGKTVPEELVKPEELSKYRQVASHVGLHSASIPGILALDLCPSDTNKILTG
GADKNVVVFDKSSEQILATLKGHTKKVTSVVFHPSQDLVFSASPDATIRIWSVPNASCVQVVRAHESAVTGLSLHATGDY
LLSSSDDQYWAFSDIQTGRVLTKVTDETSGCSLTCAQFHPDGLIFGTGTMDSQIKIWDLKERTNVANFPGHSGPITSIAF
SENGYYLATAADDSSVKLWDLRKLKNFKTLQLDNNFEVKSLIFDQSGTYLALGGTDVQIYICKQWTEILHFTEHSGLTTG
VAFGHHAKFIASTGMDRSLKFYSL                                                        



>Hsap_ENSP00000343001                                                           
MEELSADEIRRRRLARLAGGQTSQPTTPLTSPQRENPPGPPIAASAPGPSQSLGLNVHNMTPATSPIGASGVAHRSQSSE
GVSSLSSSPSNSLETQSQSLSRSQSMDIDGVSCEKSMSQVDVDSGIENMEVDENDRREKRSLSDKEPSSGPEVSEEQALQ
LVCKIFRVSWKDRDRDVIFLSSLSAQFKQNPKEVFSDFKDLIGQILMEVLMMSTQTRDENPFASLTATSQPIAAAARSPD
RNLLLNTGSNPGTSPMFCSVASFGASSLSSLYESSPAPTPSFWSSVPVMGPSLASPSRAASQLAVPSTPLSPHSAASGTA
AGSQPSSPRYRPYTVTHPWASSGVSILSSSPSPPALASSPQAVPASSSRQRPSSTGPPLPPASPSATSRRPSSLRISPSL
GASGGASNWDSYSDHFTIETCKETDMLNYLIECFDRVGIEEKKAPKMCSQPAVSQLLSNIRSQCISHTALVLQGSLTQPR
SLQQPSFLVPYMLCRNLPYGFIQELVRTTHQDEEVFKQIFIPILQGLALAAKECSLDSDYFKYPLMALGELCETKFGKTH
PVCNLVASLRLWLPKSLSPGCGRELQRLSYLGAFFSFSVFAEDDVKVVEKYFSGPAITLENTRVVSQSLQHYLELGRQEL
FKILHSILLNGETREAALSYMAAVVNANMKKAQMQTDDRLVSTDGFMLNFLWVLQQLSTKIKLETVDPTYIFHPRCRITL
PNDETRVNATMEDVNDWLTELYGDQPPFSEPKFPTECFFLTLHAHHLSILPSCRRYIRRLRAIRELNRTVEDLKNNESQW
KDSPLATRHREMLKRCKTQLKKLVRCKACADAGLLDESFLRRCLNFYGLLIQLLLRILDPAYPDITLPLNSDVPKVFAAL
PEFYVEDVAEFLFFIVQYSPQALYEPCTQDIVMFLVVMLCNQNYIRNPYLVAKLVEVMFMTNPAVQPRTQKFFEMIENHP
LSTKLLVPSLMKFYTDVEHTGATSEFYDKFTIRYHISTIFKSLWQNIAHHGTFMEEFNSGKQFVRYINMLINDTTFLLDE
SLESLKRIHEVQEEMKNKEQWDQLPRDQQQARQSQLAQDERVSRSYLALATETVDMFHILTKQVQKPFLRPELGPRLAAM
LNFNLQQLCGPKCRDLKVENPEKYGFEPKKLLDQLTDIYLQLDCARFAKAIADDQRSYSKELFEEVISKMRKAGIKSTIA
IEKFKLLAEKVEEIVAKNARAEIDYSDAPDEFRDPLMDTLMTDPVRLPSGTIMDRSIILRHLLNSPTDPFNRQTLTESML
EPVPELKEQIQAWMREKQNSDH                                                          
>Hsap_ENSP00000352820                                                           
MVKLIHTLADHGDDVNCCAFSFSLLATCSLDKTIRLYSLRDFTELPHSPLKFHTYAVHCCCFSPSGHILASCSTDGTTVL
WNTENGQMLAVMEQPSGSPVRVCQFSPDSTCLASGAADGTVVLWNAQSYKLYRCGSVKDGSLAACAFSPNGSFFVTGSSC
GDLTVWDDKMRCPHSEKAHDLGITCCDFSSQPVSDGEQGLQFFRLASCGQDCQVKIWIVSFTHILGFELKYKSTLSGHCA
PVLACAFSHDGQMLVSGSVDKSVIVYDTNTENILHTLTQHTRYVTTCAFAPNTLLLATGSMDKTVNIWQFDLETLCQARR
TEHQLKQFTEDWSEEDVSTWLCAQDLKDLVGIFKMNNIDGKELLNLTKESLADDLKIESLGLRSKVLRKIEELRTKVKSL
SSGIPDEFICPITRELMKDPVIASDGYSYEKEAMENWISKKKRTSPMTNLVLPSAVLTPNRTLKMAINRWLETHQK    
>Hsap_ENSP00000387362                                                           
MTDQENNNNISSNPFAALFGSLADAKQFAAIQKEQLKQQSDELPASPDDSDNSVSESLDEFDYSVAEISRSFRSQQEICE
QLNINHMIQRIFLITLDNSDPSLKSGNGIPSRCVYLEEMAVELEDQDWLDMSNVEQALFARLLLQDPGNHLINMTSSTTL
NLSADRDAGERHIFCYLYSCFQRAKEEITKVPENLLPFAVQCRNLTVSNTRTVLLTPEIYVDQNIHEQLVDLMLEAIQGA
REYMNKIYFEDVTEFLEEVIEALILDEEVRTFPEVMIPVFDILLGRIKDLELCQILLYAYLDILLYFTRQKDMAKVFVEY
IQPKDPTNGQMYQKTLLGVILSISCLLKTPGVVENHGYFLNPSRSSPQEIKVQEANIHQFMAQFHEKIYQMLKNLLQLSP
ETKHCILSWLGNCLHANAGRTKIWANQMPEIFFQMYASDAFFLNLGAALLKLCQPFCKPRSSRLLTFNPTYCALKELNDE
ERKIKNVHMRGLDKETCLIPAVQEPKFPQNYNLVTENLALTEYTLYLGFHRLHDQMVKINQNLHRLQVAWRDAQQSSSPA
ADNLREQFERLMTIYLSTKTAMTEPQMLQNCLNLQVSMAVLLVQLAIGNEGSQPIELTFPLPDGYSSLAYVPEFFADNLG
DFLIFLRRFADDILETSADSLEHVLHFITIFTGSIERMKNPHLRAKLAEVLEAVMPHLDQTPNPLVSSVFHRKRVFCNFQ
YAPQLAEALIKVFVDIEFTGDPHQFEQKFNYRRPMYPILRYMWGTDTYRESIKDLADYASKNLEAMNPPLFLRFLNLLMN
DAIFLLDEAIQYLSKIKIQQIEKDRGEWDSLTPEARREKEAGLQMFGQLARFHNIMSNETIGTLAFLTSEIKSLFVHPFL
AERIISMLNYFLQHLVGPKMGALKVKDFSEFDFKPQQLVSDICTIYLNLGDEENFCATVPKDGRSYSPTLFAQTVRVLKK
INKPGNMIMAFSNLAERIKSLADLQQQEEETYADACDEFLDPIMSTLMCDPVVLPSSRVTVDRSTIARHLLSDQTDPFNR
SPLTMDQIRPNTELKEKIQRWLAERKQQKEQLE                                               
>Cint_ENSCINP00000002776                                                        
MEKSGIKTLMDIEHFKDLAMRVETCKVKLNKTEVDYGEIPDEFKDPLMDTLMRDPVLLPTSGTIMDRSIILRHLLNSSTD
PFNRQELKEDMLKPGT                                                                
>Cint_ENSCINP00000014127                                                        
MEVASMKNNPFSLLFPTVEEALEFSQLNQNENEEEQMLTDTSHSLDVLERIFLFSNQHRDDSELNCLVIMEGDEAGELPD
LPYYENMLFSRLILDEVENIVSVRNISKTSQAYQDATELNPVSYLFASYQRLAAEKPTSPPQLLPTLHKCHQLIVRTLVT
SILTPEIFEGKDITEKRLILGIMNQLQQEQLYKNIYKQKSNIVECLKDVVFQLKSEGTDIQRLFDPMFRKIVRLITQEES
TIAEPDLMHTVGVLASLSTISEFANIILTYKGIPHNPLTPTSLLTILGLLFRKSSLVTDPNKPTHPFFNEISTLQQSGVE
REEERLQMCMDKFHSHLHVLFRNILRHPSCRTKLLSWINDLMTQHAFCAKLWTHERADPSKSMFTTDGIFINLSSVLVRL
SLPFCADSSENAKSSNKFLKIDPTYCAATGCEDRVERDVHLGGLHKETCFLSLPEVDPPTLQLSGTYNFISECFFAAHRS
FCLGLHGLLVKLYKLNQMLSKMREVYLDSLASGIEGESEVKQVFEKALANLLSTKATIYNPTFVNNCTRFFATTAQFLTQ
VALTEDRTKLCEFKLPLSETPPTPLYYIPEFLVQNLIDFLIYLNRENPEQMEDLQKFIPTFISLIAVYMGNKSRMQNPHL
RATFSQALEGLLPLETEQSTATVERRKQSFSEFEHSKYLTTCVIHLFIDVEFTDDRDRFEEKFNNRRPLYPILRFLWNDE
RGEGKEAIRELAIKAVSNIESAKPPLLLTFVNLFLNDSIYFMDEAMNYMGKIKIEEQERDEGEWEQLPPEEKKEKGKILE
QYVATARFYNVMSAETIEALSYLSKMEEVQELLCHSLLVDRIANMLNHILLHLVGSRQNMLKVKDFSHCAFKPALLVEGV
CRIYSQLQHGDTFCIAVAQDGRSYQPDLFPRAFRVLRKINSLELSLKIHNLSLRIAELGNKEQTEEELFQDAPDEFFDPI
MGTLMRDPVILPSSKKTVDRSTIARHLLSDPTDPYNRSPLTMEQLEPDLQLKQKIEDWEKNK                  
>Cint_ENSCINP00000014425                                                        
MLSICRLGGHTKEVNSCTFSTQYFVTCSGDKTLRVYSATTFTELPYSPIKIFKYGVNFVKFDKSGSILASACSDGKAHLF
QLSETDYQVVAVFRHSDVNTAQVCAFSSQSNLLVTGSADGSIALWDINSKKQVRIKAGHPEGNVYAAAFTPCDHFLLTGS
ALGDIRMWNMQQNRIFQPISLTQAHDEGISSCGVTCIVFSPTFHQSLDNPDRSYLVASSGQDNNVKMWIFNYASRSLQLF
QTLSGHGGPVNSCDFSLDGSNIASVSFDKTVRIWASISGETEMVLDGHSTIVTSVSYSRDGKYLATTGYDKVTTVWKIQG



ETTSNSCVSPNRAAVSADVLGLLKGQTDSATPPSAAAAAKISFQNWSCDEVGEWLTNEMKLEQYVEAFKNNDIDGAELES
LTSEILQKELGITPLGHRNKIIRAIKALQGGERAQQEKLDLSALVGALPQSLQAIAPSVINQFMKPNAKKSGDGNDEYEW
KKVHLIPPGQRVPANRPAKIAKEGEWQNITYGSPVQVTNLRRSEADETAPDEYLCPISREIMTDPVLAADGFTYERASIE
KWFAKGSKLSPMTNKALVNRNLFPNQTVKSLIAQFIESKTTTGWVEEKLD                              
>Cint_ENSCINP00000018308                                                        
LVYGQVFNYNSMAAVQYKLEGNKLYAQKKYEDAIKQYTKAINKNSSMSVFYTNRALCNIKLQKWEEVASDCKAALENDAQ
SVKAHFFMGQSNLELEKFDDAIVHLSKAHELAMQQKLNFSDDICFYLRLAKRKKWEKSEKVRIQQEIELQSYLNRLMLED
KQREVEAKTKSVETNKDEQKILEEIEEKFVSCESRNQELNSLFAQVDERRKTRDVPDFLCGKISFEIMKDPVITPSGITY
DRHLIEEHIQRVGHFDPVTRHNLELNQLIPNISMREVIANFVEENGWVEEY                             
>Cint_ENSCINP00000020214                                                        
MSMNFCHLYLSTTITSSCLCSDGYEAENLLSSTQPNGFQAERFARPPAYITVTFPIPIQLDRITVRPWVGQQCVKDLQLY
VARIKSNALKSVSPDEVKYKAGRAVLSTPVEVSFVNKHYRAVRCLEKGENEVKQSGILVDVQGNMDGILAIKLGIISMLT
GTVPSIGGLSIWGKPSNKCKRNLANSVIQKWLQNQNLPQCTLINNSITVLPTLTNKDESDNESADKTEIPKQFVDPIVCS
VMRNPVLLPSGHTVDQHTLDKHIITQSDWGRLPSDPFTGILFTEQYKPVPHVALKLQLDSYLLNRKSQNGKSPNLTKTTN
QRKRIYSDIDVNENPSKVVKFHSHCSKTHTSVASKLDEHDLKLTSLSNSMENSLEAALSKAKIRTSKFRTVKTSFQTTDT
IHCCRCKVFLSSVIIQYSLPCGHRLCRECLHTTSNFERMKPSASSNLTLRLSCPSCETLFNQSDVTRVYK          
>Skow_XP_002740562                                                              
MCAMELKDQGNRFFSARKYDDAINCYTKAILRNANTATFYTNRALCYLKLQQWELAMQDCKHAIEIDTALVKGHFFLGQA
SVEEKHLKELNAVFAAVDERRKKREVPDYLCGKISFELMREPVITPSGITYDRKDIEEHLQRVGHFDPVTRTDLTQDQLI
PNLAMKEVIDTFISENEWVEEF                                                          
>Skow_XP_002737913                                                              
MSINFCHPVYQPHISTSSVSSDGYEVNNLIKARNGIFKTPGFLAAHFIKPPVDIVCEFPCNIYLDKIIIDPCVGAQKSSS
FEVFTKSIPTHSRETWLFDSDAVKKSDAPRRALRNCSDVAVPVGKAFSLENDMTQFTFLNRSFRARPPFFNNDNVTIEAP
GFVVREMKHHSPQSLMNVSHVIIRISRVVSGSVPALGRLEIYGQPASFHNSEIRDKVYSLYKSLSEKPLKKKKKSSTSSA
TPVTSRQRSEKNQISKNIPECSVDFIDPITCEVMSLPVLLPSGSTIDQSTLDKHIVSEARWGRKPSDPFTGIVFTDTKKA
IPNAKLKSRIDQFLLKGGDRLKSVPRTVGRATDLHNFGVSPSALVKDLQAIPRNANDAVNLNEDIAKVGLSKESEVSHEI
RTRKRKRKQNHSTEELGKRTKNVLDDTATVSREKPKERLPSTVTTTLPQMALSSSRMLLSGKYRMNVEVPVPSSSGGVWK
GAQDTRSHEEKLTSSLDDALTDTLSIFGSFKKNSKETDVQHDPEKHEICSTCTKASSSGITMYKLQCHHLLCRACLTKRS
PGSKHIKCCKCHQMSSPDAIIRFHSKNAR                                                   
>Skow_XP_002737351                                                              
MSELTPDEIRRRRLARLGGGSSSSSNSSSSTPTSSKSVQETSQSQSPPVAQSPSSSPLMPSGASNVVRRLPDTPPMEGDQ
AMSDSVTQEAQSMDTDNFTQSMDMDLESCEKSTLSQMDVDSGIETQEMEDVERKERKVLSQKESSVTGEVTEDQLVTTVC
RIFRTSWKEKGRDLIFLPQLSQEFQQDPQQVYIDLKDLINQILIEVLTNHCRGENRLPSLTADGLQPRLSTSNNKGYSPS
PPSFSLSVPSPSSTAGDSGSERFNIEDCKETEMLNYLMECFDRVSMEERNTPKKSSQPPLSSVLNDIRTQCACHAALVLQ
GAFTQPRISSKPSWIVPYQLCRVLPRGFLYELVHVTNQDEATFTAVFTPVLLGLAQAVQRCGLDSDNFKYPLMALSELCE
IKLGSRRPICTLMTSLPCWLPKPITNAVGRELQRLSFLGSFFSLSVFAEDDSRLVDKYFSGAVTVDNCRLINATLQTSLE
TARNELFKVLHCILVNSETREAGLDYIANVINKNHKKAQMQADDSLLCNDGFMLNFLHVLQQLSVKIKLDKVDPVYLHHA
KCRIDLSQDTRLKATVQEVSDWKKSIDAWSDPKFTTECYFLTLHCQHLALLPCTRHYTRRVRALRELGRMIEELMAQEVN
WKGTPLAKRNRQLLEKWKTQHKKLVRAKACADAGLLDESLLRRCLSFYGSVVQFLTSLMTTKKGAEITLPLPQEVPMLYA
SLPDYYAEDIAETLLFILQHMPHVLEDTSLPDIVTFIIMIVCSSHYLSNPYLVAKFVELMFVVNPAIHDRTRNVHNMIVN
HPLAALHLAPALMRFYTDVETTGSSNEFYDKFSIRYHISIIFKSLWNIPLHQQAIIQETISGKDFVRFVNMLMNDTTFLL
DESLDCLKRIHEVQELIKNKEIWDKMTQDEQEGKRRQLSTDERQVRSYLTLAGETLDMFHYLTQKITEPFLRPELAVRLA
AMLNFNLQQLCGPKCNDLRVENKEKYGFEPKKLLDQLTDIYLHFSDCPKFAEAVAADERSYRKEVFDVALGVMSRANIKI
ESDIQRFRDLASVVDKIVISNLKKDIDFEDAPDEFKDPLMDTLMTDPVLLHTSGNIMDRPIIERHLLNSSTDPFNRQALD
SEDLQPMPELKARIQQWMRQTQMLKRKQDK                                                  
>Skow_XP_002735502                                                              
MASCSPQDLDILLGVNRLKKYSEALRSLGVDVVEDINDVTEANLKTIGMTTVEINRFVRMRDSFGSATRLSMSSSYSMSA
TTTDMSSSASSIASDDLQHCEYVLHYKTFTNIIRQETRQINGLNPYAFTMSELVNLILQKEGQSCDVDAQLYDENGTPLT
YDVFFNTWTLDQRKIESGALLFAIFHSRRSEDDGIPTLDKLDHTEGADVLNVHIMMGRTYKVHVDLMQDTDEIQHIGDFE
INDIVAHVQHLSGSSALACSLANLLHQKSTCFPQKVALIEGLYFLFRRILPSPNVSLSNCVTDECVFEYSCACWAYILNG
AKGVGKNSDKTSYSLICSQTYERLMEPVTITMDNGRQFICEKSFAIQKIEDGEIIAGYSLPSAAADNLEPACEIERYLQC
WPYSFTECYVWPMPPGYKHKCSNIEAMSVEYLEKTISEFEFLKIYSPLQLKENVPVPCLTLDHKALVVIYQRRAKSLGPI
KVVVHNPLKMADEYHELDDLALSLKDHPFSEYSCTTAKHTHAKFTREPQEAIVVLLDISASMAELCLKQSMKKIEAVKHL
FHAFADRSIAYDFWHVIGLTTFCTDIVVVDECTEALNSFKEKVDQVFPRDSTAMYDAVINAVSQLNEIGETYPNCKRRIL
CLTDGYDNVSKKSIVEAATSLQRSNVCLDSVLVGGANDNLKSLTKSTGGCCFHPTSLKEALKLFEMETVLSVRARKTVTK
AKTITKQMDLYKYMAIDYDKPPGYNVPDDIRRPVSPAHVILNKVATDPPKGLSTASARVKRILREISAYNREPYAHIHIY
PCDNNIGFWRVLLVGPQNTPYEGGVFVLYVDFPDKYPLSPPQIRFLTPVSFLAIQLSFHFTTLVIICIIDYNYQKITEMN
QPCMDDYVSIFDRNYTPDTPVSTILMYVFGLLITPEPDDPLDSVLAEEYFSDKDKYYETAKQYTKNHAYRTLRQCQQFTL
FQEILGSAEREAEPLPSHLICPLTKELFVDPVVTPYGHVYERHAIEDHLSKSNYDPMAKKPLQRGQLKPKNGIFKLVTEY
RTVRVKADTWWQQ                                                                   
>Skow_XP_002734121                                                              
MALVCSISHEVPEHPVLSPTSGHIFEKRLIEKYISDNGTDPINGEDLSEDQLIDIKVSPVVKPRPPTATSIPAILKALQD



EWDACMLHSFTLRQQLQTARQELSHALYQHDAACRVIARLTKEVMAAREALATLKPQAATGIIPTTPTQPSLPPAVMVAG
MEPMEAAEAGEEAGMTDEVIQKLQDKAQLLTAERKKRGKRVPEGLVGSEDIRNYKQQSTHPGLHSASVPGILSMDLHASD
TSKVLTGGADKTAVVFNKDTEHVVTILKGHTKKVTNVIYHPEEDIVFTSSPDTTIRVWMVANGSCTQVIRAHEGPVTGIS
LHATGDYLLSCSEDRHWAFSDIRTGRVLTRISDESVSHPLTCAQFHPDGLIFGTGTGDSMIKIWDLKERANVANFPGHSG
PISAISFSENGYYLATSADDSVVKLWDLRKLKNFKTISLDDRYEVKSLCFDQSGTYLAVAGTDVRVYLCKQWDNLAVFKD
HSDMATGVRFGRHASFIASTGMDRSLKFYGL                                                 
>Skow_XP_002733556                                                              
MNPSYPLPNPNIDLSSNPFAALLQPSTAGTAKSLEECMDESVESTLLSEADSEKINISEHGSEIELGVQAVATEKLEINN
SIQKIFLITVDKEYAAYCIYLPDLAIENYWLDWDNLDQGLFERLLMDDPEKNLVRTCTAVKKIGDDVKELSPLRYLLSCY
KRSQQETKQKIIGSAMISKCCKLIVSYTVTALTTPEVFGITDVHSQMASLFSDVCHSGDLDVFSSFLDAVCAAIVTDEEY
RCSDVFLPILKITHERITSLKTLINSNNYIYCEIVRCFTMKPLLAKVLLDHINPQDLTRGKDFEKNCIGALLNLSCLVDN
ESGPYEFFDKPSSSSQQQHQATEASIWMPLSVMNDKVYQIFLSMLKCSSEIKDEFLMWIGNCLHSNVDRTKIWSVMMSRN
RFVSDSFMLNLGAVLLRLCQPFTASINQNLLKIDFSYTLATMETEVRRKEMGIHMKELGKETCLCQLEDNTDPIAKKPLY
NFTTEIFMMTHHCLRMGYHRVFSQFNRLARNLNRIQRSYEDARRQSAQPAVIQNIRDDMDRGMTIFLSTKAALLEPQYLQ
MTFDLILATSALLSHSAVTDSSDILVAPTLPVPEIVPRILSCVPEMLVDNIVDSMTVIHRFNNNILSTAGDSLGHIMSFI
ALYMGSQERMKNPHLRAKLAETLEALMPMENKRGIAATFYQSEMLFKEHSLSKMLSTALIHVFVSIECTGDPNQFEQKFN
YRRPMYRIMDYIWNIDVHQNNFKELAKYAEENIEDTNAPLFLRFINLLLNDSIYLLDEAFQFLTQVKDMQRAHDSGEWDN
LGRQERQRQDSMLHGYGQLARFHNIMSNDTMHTLDYLTREIKSIFTHTTMVDRVASMLNYFLLHLVGPKMGSLKVKDFSE
LDFKPQVLVSDICQIYINLGNSDSFCAAVSGDGRSYSDNLFARAIRVLRKIGKFELVIEVEILAKKVKEFATEQQKEEEL
FGEIPEEFLDPIMDTLMIDPVLLPTSGHIVDRTTIARHLLSDMTDPFNRSPLTMDQVKPDTELKARIFEWRQAQQTNKEP
GQEDMVVVEGASAPSNDETERL                                                          
>Dmel_FBpp0078927                                                               
MTSIEENPFAALLQEGANSDGVPHKLVEEVLLFTLNKASSSAVLCLADVVVETSEEMLSEDLVAHALFERLMLAETSQYA
AGNASEMAMERRAMRYLKGAFTRCGLIQAERKIDCSKILALILNNASTCMRQPDLFAPQSFGAQWMEMFEQDEDEHDTST
QEFLIRVTCKVMEEVEPIEALGALKAIFYPVLTELQKNIAKLNLITMKKNTFWILGYFVRDKRAAVLGELLIDYTTPNPR
ASGSEYMDTLLGSLLCISILPKTQTGKYEFFQELSINQTDEALWALLSHHQQSIFLLVKQLLVLSPETKKKTLQWVGNCL
DANVPRGHLWSSINASLEQTAHSTSSDAFMTNLTAVLVRLCAPLCMPSLKVLLVDPTYCAVPNKDRQAKGVSMLRAHAET
CLLTSEEGEERLTAEKYNFVTEIFYMTHKCFELSNIPCIERFVRVLRELQNTQMAYGEIVNSDPNSEVAKNLFRMIRDQI
QQVLTIKNTLAEPTNDMYLLKFFEASAIWLTEIAMLPREIYEQCLDKRDFSPQVFRNMELLSDTPPFVAPYMQSVPESII
DNISAFLNAARKLNGEQYINIYFSAHDAFFKMIILFMGSSALVKNPHLRAKLAEALEFLLPSRIMGSHRKTFVSHVFDNH
PDRLKVVRSLLNVFVSIEMTGQSVQFEQKFNYRRPMYAIMEFLWTKPEHVQCFRDLAVEAEQNMDAIEPPIFLRFINLLI
NDAIFLLDESLSNLEQIKQLQQAQDNGEWESLPHTEREQHMTNLQHLGMLARFDNIIGRDTINLLKLLTSKIKSIFCHNS
MVDRMAAMLNYFLLNLVGPKKERFKVKDKKEFEFDPAQTVIEISHIYINLSSDESFCLAVSQDGRSYSEQLFSYAENILI
RIGGGQLIGDMSEFAVKVARMGAQYKEEQELLADAPEEYLDPIISTLMTDPVVLPSSKVTVDRSTIARHLLSDQTDPFNR
EPLTMDKVKSNEALKQEIESWIQGKREAARSNS                                               
>Dmel_FBpp0079617                                                               
MTTKHIYSTTNLSDLQLKEQGNCLFAARKYDDAINCYSKAIIKNPTNATYFTNRALCNLKLKRWELCCQDSRRALDIDGN
LLKGHFFLGQGLMEIDNFDEAIKHLQRAYDLSKEQKQNFGDDITLQLRLARKKRWNVMEEKRIQQEIELQSYLNGLIKGD
MESRLANLKLNGNVHDEQLKDKQQEIEQECDDHIKELNNIFSKVDERRKKREVPDFLCGKISFEILTDPVITPSGITYER
KDIEEHLQRVGHFDPVTRVKLTQDQLIPNFSMKEVVDSFIAENEWSLDY                               
>Dmel_FBpp0080009                                                               
MPEEEPPQKPMEEEEDDDQEQDQDQDHEQDQHEQDQQPQLAQGEIPGQQLPEQPNPDVQPQQPAESVVVTELSAEEMRAR
RLRTLAARSGIQCALAPLTTTPRKPTNVSGESRLVREATPGEKEVSLPTSAPAWRELSGKPDMDVEMKSVVSTPMQDVDM
TTALSLPTAEATKRSVLQSCKISAGNAELSIETVVGPKKSADEQNEQLLSRLLNATWNEYGSGSIICAQSASFLEQQPHR
RFDFECIVANVLMEAVLKIYNGELIEGDGVSVKADDKEFSSAKKIKSDDTEVQEILANAVATGGATASGETAAAAAGASG
PIEATSSEAAGTCVAPPVLSIVATTKHHVLLYLIRCYQNYQTECSRKTPLTQPALQLAFEQVMRMTVLVLTDRIYQNLNG
HMDQSALLDLMYMAKVSEPFLIDLIAHTHQDREAFDTIFSQVLRGLFAGMQRNICTSKISVQQIEWLSKLVVIKVGSVRP
IADLVSRQPNFLPPICTKISGREIVKCSFLGPFLSVSLFAEENIKFAEFTTKNKLEDASSSRLRWELHSMRTNMHVVFHS
LCVNASSRPKTLEYIASILRHNDRRVQFASDEKLLARDGFMINLMSVLQQLSVKIKLDRIEPNFHYYKNSLVNIEQDTKI
RYSEEEYRNFLARDFSQPVENTNFQTQCWFLTLQAHHLGYLPAIQRYRQKVRAIKELQKLIDELDRTKSHWMNSRYANRN
NQFKERWEKQLRKLNRSKTCCEITLLDPGLLQRCTEFYSTVCEFMLYQFEGRPIEGPFISKLPVQQLLPTDAFSALPEWY
IDDIAEFILFTMQHANMDIRQGIDHSIITWLLTCVCASHLIKNPYVTAKLVEVMFVFSLKPANSVNAAMWNHELAQNALV
SSLMRFYVDVETTGQSTEFYDKFTIRYHISHLFKSMWENPIHRQAVICESRVGNQFVKFVNMLMNDTTFLLDECLENLKR
IHQTQQLLSDKANLSKMSAEQQQSRLTQLATDERQCRSYLTLARETVDLFHYLTSDIKEPFMRDELVDRLSSMLNFNLKQ
LAGPKCNDLKVKNPAKYGWEPRSLLAQIFDIYLHLDCDRFAEALAADERSFDVQICNEAASRIKRLALRSAVEVERFKAL
TQRAHEIYVTNLQTEDECADAPDEFKDPLMDTLMSDPVVLPSGTVMDRAIITRHLLNSCTDPFNRQPLTEDMLVANIELK
QRIDAWRKEQRGKRNNC                                                               
>Dmel_FBpp0084991                                                               
MSSLINFLNPKLKPSVETDAVCEDGYTAANLVADDVEQLERGFMCFAVCKPPIEIVFDFPKAVDMKVIKLWPSCGALRST
AFELHGRHDGIWERVAFVRDLGRGVDSVTFCYQSDYNSRSSSNSEQSEKVFFFKSAHKILASTNSVKVVIRATERCPPVL
RKVQMWGLPARSLDKADRELVKTIWSEISDPYGQRDAAQTPTGQRSPPRNVPELRDQSTLSIPEEFLDSITWELMIFPTV
LPSGKVVDQSTIDKHAEEEAKWGRQPSDPFTGLEFNAQRKAILHLALKARIEKFLMENSEHFKAVPRSLGTSRQRRRHAS



QFASSTCQPGQISPAAGTYSALSNAYKQQQRKSRATATATSSSAASFGGSPHSPPAAKRARHSQHGSACATVTSATTSID
QAIQQALQKVTRFSQLPSNSSAGSGSSSAPPASCINCRSAQFGYEIRTCRHLVCRECLVLLSQDQQCVCKVFFRCADVER
YHKLDP                                                                          
>Cele_T05H10_5b                                                                 
MIEDEKAGLQPMDISDASVFFFQADVESKDFLTSLFDCEGKSDDRMLRYADAIIDVQNLNFDVSPQCLQSNIAEIITKFV
LLSQDGSRRGLSRSFNFIDPDIIAGCREEDAIEFLLINFVRCHHELGKSGTSNCYKKTLESTRKAVFSVFVMIQRGYLES
QLRSQHASLVFTKRLLEDTVSNVFLRTLVEYLASTDECDEDAITETFNPIFGILRSGIICQRFEDNKDEIVRQILRVMNL
LLSIRLPSNGPRPLSNLLVNREDFLPTPSEKIQGREFGLMSFLGPFFSYGLESSARRPNHRVFVDCEEDARKYDGSVNTE
QKLYFQRMDPIRTMLHQLMLPLASDQGSRNKTLRWIATIISTNDIRTRSHYDPSDVLCDHYMTNFLSVMYMFSEKIDLSK
IIVDYPFLPSSLINISKETRLKMDESGAVAFASQFADRPDEYHFSTVCFFLTIAAQRLVIPPLMNQISEYSRHLKELKHK
INALKEKLNTVSGFERAEVEKKLNYETEHWKLMSRHLLCVKTQAQDPALMASSMDFVDKQMKFILNLLCDNLDLLGDDSQ
LPTEVSQMFCALPEYFLEDALDFYIFAISNGMKLLMERNADWISRLTVLFTQYHYIKSPFLVSKLVRVLSSIQPPLWFNV
VRLRMAQENLLMCMIKFYSDFEDNGDFYEKFNVRGNIQYMLEKMEEDMFYKGKFMDMARECGAEFIRFVNMVINDATWCI
DESLSGLKSIHDVEKKMANKVEWDNTDQEIRNQDLGVYEEAKRKVKGWLGTAKSNLKLLLSITVNSPEPFRTPVLGERLA
AMLNHNLSQLIGSKASELKVKDPRSYGWEPREFVSLLISIYLKLNMPAFVKYIAYDERTYSPEFFHNAIECMRKNSIVGF
SQLESFEHLAEDVKKEYEAKAELEEEYDDVPEEFKDPIMDAIMVDPVKLPSGHVMDRAVIERHLLSTPNNPFNRAPLSHN
ELSPDSELKAKIQEWICQKRNSKK                                                        
>Cele_T09B4_10_1                                                                
MSSGAEQHNTNGKKCYMNKRYDDAVDHYSKAIKVNPLPKYYQNRAMCYFQLNNLKMTEEDCKRALELSPNEVKPLYFLGN
VFLQSKKYSEAISCLSKALYHNAVITNAPDIENALKRARHQKYEEEESKRIVQDVEFHTYLESLIEKDRQENSENPEELQ
RADMAKKRLTELTLATQEKRQNREVPEMLCGKITLELMKEPVIVPSGITYDREEIVQHLRRIGHFDPVTRKPLTENEIIP
NYALKEVIEKFLDDNPWAKYEPGGMV                                                      
>Cele_T10F2_4_1                                                                 
MSFVCGISGELTEDPVVSQVSGHIFDRRLIVKFIAENGTDPISHGELSEDQLVSLKSGGTGSAPRNVSGTSIPSLLKMLQ
DEWDTVMLNSFSLRQQLQIARQELSHSLYQHDAACRVISRLSKELTAAREALSTLKPHTSAKVDDDVSIDESEDQQGLSE
AILAKLEEKSKSLTAERKQRGKNLPEGLAKTEELAELKQTASHTGIHSTGTPGITALDIKGNLSLTGGIDKTVVLYDYEK
EQVMQTFKGHNKKINAVVLHPDNITAISASADSHIRVWSATDSSSKAIIDVHQAPVTDISLNASGDYILSASDDSYWAFS
DIRSGKSLCKVSVEPGSQIAVHSIEFHPDGLIFGTGAADAVVKIWDLKNQTVAAAFPGHTAAVRSIAFSENGYYLATGSE
DGEVKLWDLRKLKNLKTFANEEKQPINSLSFDMTGTFLGIGGQKVQVLHVKSWSEVVSLSDHSGPVTGVRFGENARSLVT
CSLDKSLRVFSF                                                                    
>Ctel_184443                                                                    
MAFVCAISNETPEQPVVSTISGCIYERRLIEKYIAENGTDPMNGEALTSDSLVEIKSSPLVKARPPSATSIPAILKTLQD
EWDATMLHSFTLRQQLLTVRQELSHALYQHDAACRVIARLTKEVTAAREALATLKPQAGISALPAVGAAQPVYAAEAGMT
RAEEPMEEAGMSEEIIQKLQDKATLLTAERKKRGKNIPEGLATVEDIRQYRQLASHVGLHSASMPGILALDICQRDTSRI
VTGGNDKNAVVFNKDTEQVIAIMQGHTKKLTSVIYHPTEEIVLSGSLDNTIRVWGVQQTAPCAHVIRAHEGPVTGLSLHA
TGDYLLSCSTDANWAFSDVRQGRVLTKVSDPAAQNPLMCAQFHPDGLIFGTGTEDAVVKIWDLKERTNVANFSGHAGPIT
SITFSENGYYLATSADDAVVKLWDLRKLKNFKTITLDEGYEVKSLCFDHSGTYLAVAGTDVRVYLCKQWQELKVFNDHTA
SATGVRFGQNASFLASASMDRSLKVFGMP*                                                  
>Ctel_225184                                                                    
MAGAEDKLTNNPFAGLFESVDKAQQFSASIQDRLLHFIFLPADPVPSASQEAAFSDEDVDSAISRVFLITLNPELSLKQS
ACCVHLEDLQESLSPLLHLALPSLEQAVFERLMLQNPDDMLVNRRGATKLDSEDAAEKDPMKYLFLCYLRLHRIADLPSS
LVDKFTEIIVMNAKTGLSHPEIFADDYECGCLIVDMLLASGGRDSDWILDLLQRASCLIHEDPDESLADALKPILIEIHM
KFMKGLTLAQGPVVAFCQMLNFFCRTDYLVDVLLTYNRPINSRSGKSYEMTLLGSMLCISCLPANGQSSFFEKPSRFTKH
DVETTEANVHQRTADFNEAVFLLIKNILKSGGDAKSRMLLWIGDFLSNNKVKLAMPFCGPNCAKLLSIQPTYVLATRDYA
AGAIDRNVHITGLDDTCLIPEREAENERARLKENYNFISEIFFLTHLSLKMGFQTNNERLLAINREIPRLQASLHQMIEA
QAAGNSNPVHEQLKNQIENVSSEYLCLKAALSEPQLLDNFLSFSSASASFLTQLALCGTPSSFQSPSFPLPEDVPAELSC
IPEFVVENIIECMLFIKRFKDNVFELNGDKLEPLMTFILVYMGSPERMNNPHLRARMAEALDALIPPSDISSTMMSGFQR
KQLFDNHPLAEEITPKLLHLFVSIEMTGQGVEFEQKFNYRRPMYSIMHFLWDREKHQRALQKLAIYAEENIEAPDAPLFL
RFINLLMNDAIFLLDEAMMYMAQIKEKQQERDAGSLQGLNPQQRQEAEANFQHLSMLARFHNMMGQDTIRTLVFITRHIT
SLFSHAVLVDRIAAMLNYFLLHLVGPKKKDLKVKDFESFEFKPQLLVENICRLYLNLSKSESFCSAIIRDGRSYSHDLFV
QAGRVLMKIVVPHDLLEEFIQLGNKVKHLAESHEAEEEALADAPEEFLDPIMGSLMSDPVLLPSSGQIVDRATIARHILS
DQSDPFNRKPLTMEMVLPAVELKAKIDAWIAQIKNS*                                           
>Ctel_156491                                                                    
MSGNEYKEQGNKFFASRRYNDAIRCYTQAINKNPSVSTYYTNRALCYLKTKMWDKASQDSKRAIEADSSLVKGHFFLGQS
LLELNLFDESIASLTRAFDLAKEQKQNFGDDIASALRVAKARKWNVIEEKRIQQEVELQSYLNKLILDDKERKLETLNKD
EENYETKVESIDNDIQKKIDEVNDIFAQIDDRRQKREVPDYLCGKISFELMRDPVITPSGITYDRKDIEEHLQRVGHFDP
VTRTDLTQDKLIPNLAMQDVIDTFVEANPWAEDY*                                             
>Ctel_182882                                                                    
MLVEARKQCVSHFSLALLGTFSPEPPTLMSPSLLLPFIIHQRLPCGFLHDLVTFCTADESLVSIFRPLLYSLSSMMSSLS
LDTDDFKYPLMALNELCDIKVENTRPISNLITSLPNFLPSALTSAQGMELQKISFLGPFFSLSVFAEDGVKVVEKFFNNP
QMSSDNARLAAKTLQTSLDFARSELFKLMHVLLVNGESRDAALNYISAVIARNVKRSQLQTDERVVSGDGFMVNFLSVLQ
QLSIKVKLEKVDPLYPNHPKSRVAVSLDDTRLKCTSQELTTWLNGPGKQSEWPDPKFPTECYFLTLHCHHLAILPIVRKY



QRRLRALHDLQRMIKEMASTEAQWGTLPVAARNRELLKRWKSQLKRLQKAKMCAEAGLLEEWQLRKCLQFYSTTAQMLLR
ILDPDGRGPVLPLPDDIPMLWAALPDYYIEDIADLLLFIIHYQPGVLSDQSMQDLVTLIIVSVCSAHYISNPYLLAKLVE
VMFVLNPAVQRHTERINAMLLQHRLSIEHLVPALMKFYTDIETTGASSEFYDKFTIRYHLSIIFKTLWEMPLHQARVIQE
ANLGKQFVKFVNMLMNDMTFLLDESMDTLKSIRELQDLMANKTEWNKQSKEQQQNKQRQLSQEERQCRSYLTLASETVDM
FHYLTERIQEPFLTVELADRLAAMLNFNLQQLCGPKCNNLKVQNSEKYGWQPKKLLSQLIGIYLHLDASSKFPQAIANDE
RSYRKELFEDAIGRLNRAHIMTDREIEHFSNLAGKVHKIALEKEQAEVDYGDIPSEFRDPLMDTLMMDPVLLPPSGNIMD
RSIIMRHLLNSQTDPFNRQPLTESQLIPDDALRERIQHWIHSTKQDK*                                
>Ctel_93086                                                                     
MQCSLHHTITSHTSDITAVTFTHNTLASSSSDKTVRFWQVDNGYRETNSSPLCGHQYSVHCCVFSPCGKILASCSTDGRC
VLWVVTSGQKLTSLQHPSGSSLRSCCFSPDGKRLATGGDDEKMCLWDTSSYQLIQMLEGPEASIVALVFSPHSEFLIAGS
SGGDVRVWDALYGHGRRLAMQHEAHDLGVTCVAVSPNYGSAEAHQVHYLLASGGFDNMLKLWDILATPGSPIEFVLRAAL
AGHTGPVMGCSFSLAHRLVASVGADKTLRIWDPVSGELLITLNLLYVTCCAFSQDGSLLATGSNDKQIHVWSLRADRSLQ
EKQKLKTRHKDPKEWSIHEVSDWLLTIGLPQYVTSFIENAIDGVELLSLKDETLLNALGVTALGHRNKILRAAQSLIEKP
AAIDDDGAPDEYLCPITRELMTDPVMASDGYTYEREAIISWINSGQSNSPMTNAPLLTSDLTPNRSLKMLVSRFIQENA*
>Ctel_186518                                                                    
MSWIDIAALTVIIISLQVLVIGADEFRLAYPSVSSYEVCGYLQVDTGSGWCTVCNYGLSEEILSVLCRQMGYGSFLQWST
EKRKKTRAEVFIEISAHCSGIEQLITDCRGYDLTRASVNSLCVARSIRKMICKATDEESQPDDSGYRNFFVAGNHDLLYN
LAESFNDETKSETKYDVNVINLNENAAEKLRIINKDELNYKQQFISNHDEIKPLQEKQDEVGEIEPPEMDTSATITNRNE
AINVRKTRSMEGWTTNSDMETDVTTLSWNDYDVTTYPDQQSTKLQLINKDKYWSVEDDIESTTVADMDATHGRNATTTIK
SVSEEHNVATDLYDSASAQYIDSSTITRDLSKVRLDLTTELTSISDARSTKVSNVVHEGTPVDISAILSTLRPTQSLGTR
DSNENTTEDEPVTRDSMHMLTPAHLPPSMAIKNKTASPQTSSIPNMNQTFKTFSSQSPLSLQPKISSKSSSATPSVQKKN
PYFTTKTPSSASAKTSPLQRSTTSKITLDEEILIEVPKWGLGVQRITGVNQAPTAARQVLRTPTTPTPYPEFKDKPFVLE
TLAPAKDKIAEQEYELGNQGDLGNDLNGDGQTKEYTWVQSCSHFWHTVNGTNQRGVISSPRYPQPYPAAESCKWVLISDL
SQTVTIEIIDLNLRQGIDMLSLIAKVDGAFSHVYNLTGDLAGVPNATFVLNSTLIYLEFTTSNYVNKHHRGFKVSYTLNS
PEIIITDKGNEAYHRYLSFRVILILAAMCFLLLVAIVAVFIFWKKDLNRRRSLCQTCCSKIYHSTCGQSIKILSVWVTPF
KPVSAPSMVDMKMHNPQAFPENIIEVNNLREKPPLPSSSVAYDDTTFVFMKRQRVKQPKPVVQPVLSYNSPQIMTPRSAR
KNHGLLGMLRSGSKIFPNDKNAEVRKAITHTPIEVLDGQTPFLDRIEDGFGTFLSNETYTVNKKKEIREAPFIKDDTTKS
VTLQEIRQEKNTQLDNVLHRNIKPENISRTLKEKQNSNFKVDELNLESLDLDDESIEEVSDLRGTYTIKKEEKRVEVKQP
PLKKTVSPALPRKGSRIPVVTPRTDRKNQQISTISSGGFRVNTNVAGKVSITNKRGDWSTPGEFMCQLSGKVMENPVRAD
DGFTYEKSVIVNWLQAQSVSPMTNRKITRQGLKLDSILRGRIQRWRLTQRGDIIQRQSQLKKASENILCDIED*      
>Ctel_186092                                                                    
MAQGVSNLKINTVKSVLMATAVAPAGEMAFNFCLPQLKPNLTCDKPSTDGYEVTNLASSSVLNNGFMPASFIKPPYCISI
TFPCPIELHKIVFNGKVRRQTVQAVEIFSGIDLSSANVKNNRLLNSRNLPVIDLCPLRVNKLIARATQKENHVFVFENTA
FRRAKRFAGLRQMPGKHYLECSTPHRLNSYDQRYLMGVTEIGVKVVYAGDGGMGAIQWLEIWGQPARNTMSVLIEKILMI
HADICAPKESEKSLPPPVRIDERGSIPEELIPDDFVDPLTHDLMTFPILLPCGQSIDSTTHEKYIDQEAKWGRAPNDPFT
GQPYSESSKFIPNCALKARIDEFLLRNSEKLQQYRLDTNHAARSSKTVSVLLENPVNSAPPQAIKRSLPDDTLTCRSAKV
PRLKPACSTALTTFRARRPAATHQDELSNSLDAALMGTLSSLPSFLKSSTHSQPSTSSCAKCANASSDSYRLPCSHIVCR
TCALHIRQKGGCATCPSCSATVDASKITKCHGNRE*                                            
>Lgig_127906                                                                    
MSAVDLKNQGNKLFAARKYDDAISCYTKAIAKNPNTATFFTNRALCYLKQRQWDFASKDCHRALDLDRLLVKGHFFLGQS
LVEQGLYDEAIASLKKAFDLAKDQKLNFGDDITGALRLAKKKRWNKLEDKRIQQEICLQSYINKLIREDAERFLPEDIYY
LAWQAIFYFLTKKKITELNRLFSEVDERRRKRDVPDVLCGKISFEVMRDPVITPSGITYNKQDIIEHLQRVGHFDPVTRS
ALTQEQLIPNLAMKEVIDNFLEDNAWAEDY*                                                 
>Lgig_156843                                                                    
MVASLLQTLHGHSMDVTCVSFGKEELVTCSGDKTVRVWNIQDFSELPCSPLLAHTYIVNCCTFNKSGTVFATCSTDGKVI
LYDSKTGDQIAIFEHPSKSAVRVCRFSPNFTLIASGGDDNALCLWDIEKKKLVRTLQGHDESVMALAFTPDNNYIVSGSC
NGDLRTWDASFGHGRCLSFELDGHDLGVTCCEFSPSFGTAGTPSVSAASFLLASGGKDDCIKIWHFMAEVGSPTVLLKLR
DTLPGHNDSILSCCFSPDGSLLASGSIDKTIRLWDPLKGEGLFTIEGHSRYVTSCAFSRDGLMLASGSNDKTVMVWKLTN
TTYIMNGLKGYEEPEASTSNIQSVTTDNDILSWSVDDVCDWISSLGLEDYKDMFKAQAIDGAELLALNTNDLQSALGIAP
LGHRNKILRSRSKLESSPLKHKHDKCDKDVPDEYLCPITREIMVEPVIASDGYTYDKSAIKAWMETKDRSPMTNSLLIQK
SLIPNRTLKMLIQKYQQTHR*                                                           
>Lgig_188023                                                                    
MAGYIQYESQPLIDFCDSRLGTTVISDKISSDGYEVDNLISVEFWKKQNGFMSERFIKPPINLTFHFPCPISIWRIIVDP
VVGSQKSSSIGIHLKGHRALMDLGKLDMSQPAKICFHDPKYVPSTSASRLLDLNCFKYCGQLRHIRQLYNASHITVKICQ
TLSGSVGAVKSVEIWGQPTKWCNKELVRKVYERYKCGVGVSRNSHYQSQVGRVPQNIDIPDEFLDPLSCDIMTIPMLLPS
GRNVDKSSLDKFIDIEASWGRQPSDPFTGVAFTAKSFPIPNDALKGRIDHFLISNESSGDIQTLPRTVST          
>Lgig_210561                                                                    
MENNQRLVENPFAALFPSLSEAQQFSSEKHIEKGNTERSPTEGQSVEIKLEINKLIEDIFLLTLDKDYDDGKKGCTHLKE
LAEILSDQTWLDMENLSQAVFERLMIESPEEFLVPSTSSNLTANEPLVLNYLSQCYDRLINIQLNSQKEELKPCLKECKN
VIILNTKTCLLQTELFPSQNLYQQFIDLYLLESGAIFGDDNSNITEYFLQVLQSIIDDRDCNIDDVTYPIFDLIKDKFTK
MVLVSADKTQYIHLCKFFTKLPALALSFMKYNSPKDWKSGKSYETTLLGSMLSLTCIPKNEAGPYDFFNDPSSYRKHIHD
NTESNIWAELVTLNEKIHLLVYSLIKVSADIKHLVLKWIGKCLEANQGRTKIWSNQMPQLFNQLYSSEGFCLNLNYLLLK



LCQPFCEPMSVKLLKIQCNYVKATSSDENDIKTRGIHSGGLKEETCLIPVKEGEDINIDNTETYNFITECFFMAQQCTNL
GFHTVHTKFTKLNQDLHRVQRLYQDVRPQAASEDVEPIRSIKAQMEKGMTLFLSMKAALTIPQLLEMSLNLHIATATWLS
QMAIDDGVSEMQQVKLPLPQHVPHSLKLIPEFVMGNLNDFILFLHRFQDELFEYAGEKVKYFMTLILVFMGNPERMNNPH
LRAELADTLSSLMPPDPNSKSGGGGLFHREKLFSEHELIDHLADKLLHVFVSIEMTGQSVEFEQKFNYRRPMYIVLEYIW
NIDVHKQAIKELSDYAERNIEYPEAPLFLRFINLLINDAIFLLDEALSYMMQIKEKQQEKERGDWENLESRQRQQTEQNF
QLLGNIARYHNVMANYTIHSLELLTREIKSIFCNNTMVDRIAAMLNYFLVHLVGPKQKNFNVKDKNDYEFKPQQIVSDIC
KIYLNLGENDDFCMAVSNDGRSYSTELFPKTIQVLQKIGTDPVVISDFLGLDDKIRGMQEKTQAEDDLVEEAPEEFLDPI
LGSLMKDPVLLPTSNTIVDRAVISRHILSDQSDPFNRAPLTMDMVVPQTDLKLKIEEWRKSKLS*               
>Lgig_239550                                                                    
MDLLIIFMCSNCVGNPHLKAKVVEVMFYFQPSIQPKVEKLNESLMINPAALYHLVPALMKFYTEIETTGASSEFYDKFTV
RYHLSIIFKTLWSMPVHKSKFISEANNGKDFVKFTNMLMNDTTFLLDESLDCLKRIHEVQELMDGPEWNTLSKDQQQQKQ
KDLSVDERQCRSYLTLASETVDMFHYLSSEIKDPFLKPELADRLAAMLNFNLQQLCGPKCKSLKVKNPEKYGWEPKKLLN
NLTDIYLHLDCEKFVVAISNDERSYRKALFDDAVTRMTKACIKTQSEIAQFRNLQERIEETLHVKNQIECDYGDIPDEFK
DPLMDTLMSDPVELPSGAIMDRPIIIRHLLNSQTDPFNRQELTEDKLIPG*                             
>Nvec_XP_001639774                                                              
MIINLTESLFSPRLQCSSVCCDGYSPNNLISENWRERSQGFLAAHFVKPPVDLLFQIPFPVNIESVLIKPKVGSQISCGI
DVFVAGIVPVNQPSQKRKSRNTKQNDTVGTEPDPGRKSICRSYDTEGRALIMRNRRFQERAPIKGTTSMDGGETSERDFF
HTHSLYYVTHVVVRVWRVVRSSVPAIGKVDIFGQVSASCSPTIVQQVIDIQNKAQEQSQQQSTCSLVEDLKNTMVSKNEL
ECGIPAEFLDPITCILMTVPILLPSGENVDSSTLDKHIEAERQWGRLPSDPFTGVLLNDSYKPVPNAALKARIDKYILTS
GIDMTSRGRTVG                                                                    
>Nvec_XP_001639467                                                              
MAFYCSISHEVPEHPCISPLSGNVFERRLIEKYIAENGTDPVNGEPMSEDQLIDVKVNTLVKPRPPSATSIPAILKALQD
EWDACMLHSFSLRQQLQTARQELSHALYQHDAACRVIARLTKEVTAAREALATLKPQAGIVPTPALVAAPVALSVLADES
MEVQAGEEGGMTEEVLQKLQEKATLLTAERKKRGKKVPEDLTPADEIRNFTQIASHPGLHSASTPGILALDLQLADTSKV
LTGGLDKNAIVFNKDTEQVIATLKGHTKKITNVIYHPTEELGITASADSTIRVWSITKGSCEHILKAHDQAVTGLSLHAT
GDYLLSCSADQHWAFSDIRTGRVLTKCISDPAVNQGLTCAQFHPDGLIFGTGTSDSIIKIWDLKERTNVAKFPGHSGPIS
DITFSENGYYLATSADDSVVKLWDLRKLKNFKTINLADRFEVKALSFDQSGTYLAVAGTEIQIYLVKQWELLNSFSEHSG
LVTGVKFGRHAATVVSSGMDRHLKFYSR                                                    
>Nvec_XP_001636888                                                              
MSSQEQSIEGLASNPFLALFTEHPSPSLSQPLIPGGVSTSSALAPPVQISSKQQDEEIRNISTADGESQEQILNDLLQRI
FLITLKNDHDRLGCKAVGGLPKRCVYLRDSALDSETSLLSFANIDQALLERLTMQYPRNNVVITGRARSMSVLDEIEAGE
GDIVKYLVQCFFRARTDATKLKVKQPEIFKHAENAKKLALSYVGTCMLSSEMFPNQNGHKQLFSLLMSSQDNRDIYQFMG
DFVKEYTDADEVEMIFLPLIELLAEKQSEFDLVKPQTFQYLDFLLFISRQSHIAELLTKTSWLPPKPLPIFRNQPSISGR
AFEKQTLLGGFLGLTSIATDPTKPSMMSELFATTLADDGFFLNLGTAMLRLCQPFLDPSSPKLLKIDPRYCAVAVTESSI
TQEDTPIHCIGLNEETRLIIPQDESTVSVEPTPAFGFVTECFFMTHYCLQLGFGKICEKYKSLMTRLSELQRVYQSTYDQ
GGESSLAGRLKDKFELGIIQQLSLKTHLLNPSMIELTLRFYIATTSWINQVALAGDNFLEMTEFVEVAMPLADQTPAALL
FVPEFILDNMADFIIFLRHFSEETLETAGKGLHHLLTFFVIYMGSPERVKNPHLRAKLAEALECLVPVQREPREGQSPVT
VYHRQLAFEQHAEAKKHLPCALLSLFVDIEFTGHSMQFEQKFGYRHHMYTVLEYLWSMQEYKQSILDLCSEYHRQLAFEQ
HAEAKKHLPCALLSLFVDIEFTGHSMQFEQKFGYRHHMYTVLEYLWSMQEYKQSILDLCSEMQQKNENSIILRFISLLIN
DAIYLLDESLDYMAQIKKKQLEEAEQESETLSEQERETRQRAFSQLSQMATSHNILGCKTVHTLSYLTTELKEPFVCSCV
CSRIAAMLNYFLLQLVGPKMSKLKVKDFTEFHFKPQQLVSDIVDIYINLGTSEAFCKEVGRDERSYKPDLFIQAERVLKL
IGRPASVLFQINEVARKVQEHLEEEEELPEPPEDYQDPIMNTLMRCPVRLPTSGKIMDKEIISRHLLSDQSDPFNRKHLT
VSMLEPEEDLKAEIEEWIARNSTKSKGKSAGNDQKEMQS                                         
>Nvec_XP_001634418                                                              
MTTGVYFIPTNQNGSVATAPPYAHLYATPPPYQVTATPAPVATHAADTLGSTTSIGSVTTPTNTGSTAPFERANRLPPIR
PGAGAQGMPTVDVTGNATKKVLPQQDEAGPLPNKVPLTTEFPPSDQPTPTQPSPVRTVSPTPRGLSFDTDVPFEFICPIT
NEIMKHPVSIADGYTYERRAIKSWLRRNSNSPMTNEPITDTTLRPNDHLRARIEEFVSTHSLV                 
>Nvec_XP_001633538                                                              
MKEMKNSSLAKDDYKFLLLSLAELCNIRTGSSSLRPICNMLVKLSCWCPAPLSAAAGREIEKLSFLGAFLSMSVFAEDSS
QVVDKYFSAKCMTTEYVKLTTSSLQTAMQGVRMELFNIIHSLLVSNGSKEACLQYLSAVLQRNQKKAQMQADDRQVASDG
FALNLMVVLQQLCVKVKVEKIDNLYLVHPKSKLDLSQETRIKATKDDVQKFKEELGSRGGAWLEVKFPTECFFMTFLAHH
QAILPCCRRYSRRLRAIRDLTRMIEHLETQESEWMETPMASRNRGLLKKWRGQVEKLATSKMCSDAGLLDDTLLQGCIRF
YGMAAQWMLTLVDSQNEGPSLPLPEAVPKQFATLPDFFIEDIAEFLLFINMHAPQVFEDPVVTDIVKFLIIFVCSPNYIS
NPYLVAKLVEVIFVVNPSIQPRTVKVHELLMGHPLSLAHLAPALMTFYTEVESTGSSNEFYDKFSIRYHISIIMKSLWED
PVHRMSIIKESRSDRFVRFVNMLINDTTFLLDESLDSLKSINETQQMMANPAEWEALTREIRTSRQRQLVTDERQCRSYL
TLASETLDMMHYLTRHAREPFLRPELIDRLAAMLNFNLQQLCGPKCRNLKVKNPEKYGFEPKSLLDRLTDIYVHLNTDEF
ATAVASDQRSYRKELFDDACRHLHKTLLKSADVIVEFQRFANRVEQKVVEIAMKEEDLDDAPEEYKDPLMMTVMEDPVML
PTSGKVMDRATITRHL                                                                
>Nvec_XP_001630108                                                              
MSATELKEQGNRLFGAKQFDDAIQCYTKAILKNPTVPTYFTNRALCHLKLKKWGQVVSDCRQALELDANLVKGHFFNGQA
LIEQECYDEAITSLLKAFDLAKEQKLNFGDDIACALRLARKKRFSLAEEKRISQEIELQAYLTNLIIDDTRRSVLKVKED
PEVSDKQKEEQTHSIEQQSEKRISVLNDLFTQVDERRKKREVPDVLCGRISFEIMKDPVITPSGITYDRKHIEEHIQRVG



HFDPVTRTDLKQEQLIPNLAMKEVIDEFITKNEWVVDEY                                         
>Nvec_XP_001629677                                                              
MANIKYVISRHTKDVTGCCFSANSRVLASCSGDKTARLWDVEKGTELAQSPLDGHNYHVNSCSVSPFGTLMATASTDSTL
MLWNLETGECLAVLEGHTGAVRVCRFSPNSQFLISGSADETFIIWDVLLKKPVRCVDKLESSVTACAFTPDGLHIITGTS
EGKLAIWEAQKGKFITQVEGHDMGVGACDFSPTFGSAVPGLSDTSGSAPQFLLASGGNDNLVRLWTIYTASAFSEECHIA
SRCVLDQHQSQVWDCCFSPNGKILASASGDKTVILWNPLNGVALHTITGHSRYVTCCSFSPDGKWLATASGDRTLRLWQL
TLTENGKFELRGERKRLVTWTVEEVCTWLESIGLAQYSEVFRNNAIDGHELSNMTGNVLLTDLTIGPAGHRNKILRSIKD
TKKEEIDDNIPDEYLCPISRDVMRDPVIAADGYSYERESIESWLQAGRLTSPMTNAPLRNSTLTPNRMLK          
>Adig_4099v103894                                                               
MDIYVHMRGRHIGEFNIYQAPVIGFAVRKLSIAGELGTNWVKQEIQFDSKVEFQIIIEGVLSPVYGPFTGAYNVRCQGNE
TSIKNCKIGAWSNSSTCTSNQSMVNCSGIRPVCPLKTHLNCPADSSGNKTCITHGQLCDFTKDCWDGSDELDCDNYTRCD
FNDTQICGWLQVSNDQMDWSRNKGSTPSWYTGPSSDHNGNPSAYYLYMEVSGRQGGEKAAMLVTPRFNGDYNGRCKVRFY
YHMKGNGIGALRVIATDRYSRRTMWSKELHQGSPWMRAEVQLANLSSSFQVYFEGEHKGFTAHGDIAIDDVSFTPECRPT
PHENVSCTQDNFPCGSGDCVPLSSVCDFNNDCFDASDELNCGNAMGTLRVLLRNSITREESSIWQRSGNQGNQWIRASVP
LNTSWRVTQVPQGPSPMSLKSVHCKGNEDTLGDCITDWKRANCDHNYAGVRCSAEGTAEGNIRLRGGSSRKEGRVEIFHQ
GEWGTVCDDYWKKENARVVCYELGFTAVLEYKRSFGPGSNRIWLDRVNCNGNETALVKCSHRGWGITSCNHREDVGVICS
DQALIGCYNNTNRQAMKLEFKAPTMTPVKCLRRCQSKGLKYAALLWGEECYCGNSYDRSGKATTCNIPCRGDVTKICGGI
WAFSVYNTDPAIIPTSIPRHAAVTQSKCCCSDCVWVITLQSGKRVKVSFKFFITEHFYDYVEIRDGEKHYSVPYLSPIGG
FSGNSSYSVVASSNVIWIKFHSDPSVTAKGFNLTYEAIGVSTQVVSTTAIPPSKLPNIQRIEGVSPSTTSTPGIGEDEAR
KGMSAGAVTATVLSVVFAVIVSVVLVTFCFLKKKKRDHRGVRHQFVNEAYDNVQGMGMTQNGANPNYAQPVITNEARLPG
QDNGAFFPAAPPPYSQTAGGNSYQTPLELEDRGYALLYSTPPAYEATAWTQGNKTTSTGIGSVTSLREAARDDGLAANGA
VSAAPLSRAVLPPIRGTHGSAQSEKNGLPLEDEAGPLPDKPPLMVNVMPEPTAPPPVNILLRPIAADANPEQEFDGDVPF
EFLCPITNKIMKDPVTASDGYDYERQAIRRWFRRKRTSPVSNEELTDLTFRANDELRNRISVFMGEHSSVSQ*       
>Adig_7273v124077                                                               
MTRHAKNCTAGTVYTYHERQKDTKKSGYGSKAVRLGKDSVKDFDCCSLTLQPCREPVITPDGFLYDREAILECLLHQKTE
SARKMKAFEKQKKKQEAEEIGKLEEKARSKVESFVKMEKRITTKPKSAFTVSNETSVEGDSADPVPSTSTGAANSDSKNK
NLPSFWVPSLTPQAEPTLLKKPDTKTFCPMSGKPLRIKDLIPVKLTPIDDKDDRPMVAKSERYKCAVTHDALGNSVPCAV
LKNTGRVVTMDCVEKLVKKDMLCPFTGAKLKDTDIIPLQRGGTGYAAAGVQLEAKKAGPVLQA*                
>Adig_14564v111093                                                              
MVELQQCNVGPAGHRNKILRTIKEIKRQEREEDIPDEFLCPITREIMCDPAIAADGYTYERACIEEWLRSGRKTSPMTNA
PLKNTALTPNRILKNLIQGHFSNSQNANF*                                                  
>Adig_16568v112914                                                              
MTLCSCTCFQGNKMALFCSISNEVPEHPCVSPSSNCVFERHLIEKYIAENGTDPISGEPVSEDQLIDIKVNPLVKPRPPS
ATSIPAILKALQDEWDACMLHSFTLRQQLQTARQELSHALYQHDAACRVIARLTKEVTAAREALATLKPQAGMAVVPTPT
IPAQVEEAMEVSGQPGEEEGMTEEVLQKLQDKATLLTAERKKRGKKVPEDLSTVDEIRSYKPISSHAGLHSASNPGILAV
DLFDGDTSRVITGGLDKNAVVFYRDTEQVIATLKGHTKKVTNVVYHPHEDLGFSASADATIRVWSIPQASCSHVVKAHDQ
AVTGLSLHATGDYLLSCSVDQHWAFSDLRTGHVLTRCLSDPNINQGLTCAQFHPDGLIFGTGTTDSVIKIWDLKEGANVA
KFPGHSGPITDISFSENGYYLATSADDSVVKLWDLRKLKNFKTITLEDRFEVKTLSFDQSGTYLAVGGSEIQIYLVKQWE
LIKSFAEHSGITTGVKFGKHASFIASVGLDRHLKFYSR*                                         
>Adig_18500v101707                                                              
MLPREKHENIKLKLFSFDTSEFTRLCTESSRFCKDSCFVPPVMTVEVACKLPANTRPIISRYNLDITPSSAKCEHSSLFT
QVAWLNDKEGKTVRIENKLFQHRLARQGLQVPQTQDIQLEVFQRPSCLQKVTHVVLKIARLSGSSVPAIGKVEILGQPSI
YCKPEILEYALSIQEKIQAGMKLAVDSSQPKSILHVNGSKNHNQQSSQNCGKESIPEDFLDQITYELMTVPLLLPSGHNI
DTVTLEKHIAAERSWGRMPSDPFTGKIFSDTSKPVPNSALKVRIDKFLLTSAVNVSGFGRSVGRDTNQLAERGNFSLKMD
KEISFMEPRNCSRDTRRGLIRSVELSNGKCDQRFVTSPLCSSNGHSEPTQELNHEEAVSRSLDSALHHTLQGLQMFTRKG
SKVEKKPILTQASITLSDTDLKERRKRRTTETLSESIKRKALVLCVSCKRDLSETSIFLLPCQHIICRSCLLNVRQQEDS
VCKECKSKFKQSDVLRVHNK*                                                           
>Adig_19456v115345                                                              
YMASLKKLHSEKDNGEWESLNEQAREQKEHELQHTGGMARSHNILANETVRCLSYMTADIKRPFLIGCMLRRIADMLNYF
LYRLVGPKMGELKVKNLSQYHFKPQQLVSDIVDIYLNLGEDESFCKAVATDKRSYSANLFKQSERVLKLIGRPLSVIFKL
SELAHLVEEFAEEEQEAEDLPEPPEEFVDPITNTLMTDPVILPTSNNVVDMSTICRHLLSDQKDPFSRSPLTLEMIQKHA
ELKERIEQWLAEVKAKKKRLSNS*                                                        
>Hmag_XP_002158403                                                              
MEPASVDLKKRNMKAGEKKLSKEHIGFPADFRHVSHVGWDPNGGFEINNIDPQWKKLFGAVGVTEKQLEDEDNAELVSKF
VESHDGSTYSSSLPVCDNGQPLFVPTKAATLPSKSTGFFGTKFSSAPSPCDDTQPLPASRSVTLPTKPVRSDITHYKAEA
TLSYSNFKKGKSKVVKRLSKEDIGFASDFRHIGHVGFDSSSYAQSGFESSDAENPIKEQEEPDQNLEYSDPLKNNDQYLT
SPQSWTVEDVCTWLRSIALDDYVEVFTTNAIDGTELMCLNDDSLSNSLNISPLGHRNKIIREINQLKQLSYYNDDIVGCN
NDNDVVPSDFLCPITMEIMVDPVIAAAPLGHRNKIIREINQLKQLSYYNDDIVGCNNDNDVVPSDFLCPITMEIMVDPVI
AAGAPRRPIGLATEHRGSAFNQKEVGDQKFSVQMDGNQDTSVIDQEAIILRYVLGEDVNERLFAFEHNGLKMEKIVAETF
DGAANIRGKYHGVQRYINDVSPNAVYMWCYEHVLNLSATDIVENILAVQNLNGFLQSTAT                    
>Hmag_XP_002158346                                                              
MTTVKNIRTISAHKNDINCCVFTSDGKAVVSASADKTTRVFNVKNGKELVFSPLCEHIYSVTTCALSPIYKILATGSRDC



TVILWEVTTGRKITVLMGCKGAIRCCSFSENLPYLATCSEDSSIMVWNILTYELLNTLRGSEFALITCRFTPDDLYIISG
SLNGDIRVWDLNSSKCMNVVLAHDCGASGVGLSSCDFSPKYGAASNLESSSGKSVCFFFATCGGDNLVKLWNLYTASAYS
EECSIQPYSVLEGHSSPVSDCKFSINGDLLGSCSVDKSVILWDPRVHPFKMAAFEKAIKEGNKNVSLKNMKKDAVQSTLE
TYGTDKGYEIDKPSFASLVKLGLPKNLKVICSKTLKLCINNLYSSMVETLTLENIMYVATTADCWSKGRRSYIEVTCHWI
DQKTLQCNSEFGKVLTVLTGHTRYITCIAFSPDGRHIATGSNDKTLRIWEIEHYQIPLGHRNKIIREIRQLMSNQNKHQS
VIPHEYLCPITLELMTDPVIAADGYTYERAFISMWLDAGNETSPMTNAPLANRLLVPNRSLKNIIKSYFEPAGSNCANS 
>Hmag_XP_002155593                                                              
MNGELINFADKALKTQISCSAISADGCCIENLIDQNQKNFLKPSYFMAEYYIKCPVEIVLTFPCLINISAIVVYPKVNSH
RTRGFVLFTVFQKPILSTVEFPCTYNNDLSDDLCRKKNKYLMNQVGIYRESEKITEKIVFRNKLHYKQFLGVTDNTREMQ
THGSVHSCSNIVLKITWSTIPSIKKLEVWGTLANINSRSVSSLFMKQFYEQYPINIESSDEQYPNNNECSDEQNLTEKKQ
NLKSYGTSENIPVEFIDPITCSMMTIPMLLPSGNTVDSSTLDKFIIEEQKYGRLPSDPFTGIVFNGNRYPIPNSSLKTRI
DQYTLKNSELSREFDICNIFNNKNNCEIVNKSFSLNNDRIKLKRFCDDAEVSKFSVENKKKSFKVLHHEEVLHDSLHSSL
SAALSVLPSSFYKNTIQICNVCGVNDRTSLLKLPCFHVCCRKLLVQAAGIANELKQSNITIELMERACILYQQHGALDTA
ALTLVKAGKMCESTLPNKAVEFFIKASELCENEGKLRDASDYINQAIRIQVKQKLQ                        
>Hmag_XP_002164010                                                              
IRQRRLARLSAGNASQATPQRDPSPNVTLLSFPSGHNTESPASNVIYSTGNTPQGIPIRSNQLLGAIPLNLCSPTTSYIE
SISPASNAVLYGSQPMDIDDKSINQSVEKNNKRPCIKSTPPRDGKLFRVSPKETEAVSEVNNTSTLLTCLEEIFHVKFRA
SDKNQYTFIEEVSNQIYDGNQVKSIVNFKDIIQQVLMNKLLRSFYSHESSTPQVFQNNDVFIDSQVDKTSPSKEFSKAGL
NHHDTHELPFDYTMLEWRVAALRYLCDCYERAKASQGALSTLCDIKVANGIRPLCSLMTSLHNWLPPPISMASGREIQMF
SFLGPFLQLSVFFDDDPKVAKKYFPVGKQSSDNMLLTRSTLRTHLQLVRSEMFKVVHSLLVTSELRGHCLDYFAAVLSRN
SKKNQLQVNEKLLASDGFMLNVLSILQHLSVKIKLDKVDLHYLHHPQCRLNTSQFSPIKAKKEEINALKEKLDKLNNWVE
PKFPTECFFLTYHCHHISVIPATRKYIQRMREIRDMNKLISELELRENDWKLAPSAARNRLLLKKWKAKIQVLTTQDACA
VTGLVDENLMRRCLRFYSNAAEWLLSLILQDRCELSSDFPQNVPIEFGALPDYYIEDMIECLLFIDFHMPQILDDAYVDN
FVPLLVILMCNYNYIANPYLVAKLVEFLFAIDPSLQPRAFNLYQKITSNTIGEVFLIPSLLKFYIDVETTGSSSEFYDKF
GIRFHISVILKGLWKKPMHKLAIVKESSTDNFTRFINMLINDTTYLLDESIDTLRNIRDIEDAMANTKEWEQLSSEVRQT
KQRQLATDERQCKSYLTLATETVDMLHYLTAEIKQPFLQQELGVRLSVMLNYNVKQLTGDKYKNLKVRNPEKYGFEPKKL
LDQIVDIYLHLDSDEFAQAVAADERSYRKELFDDCITLLQRTVLKSQTQLEQLRCFADRVERIIIENYKNAIDLDDAPDE
FKDPLIDTVMFDPVILPSGTIMDRSVILRHLLNSNTDPFNRQKLTEDMLKPASELKEKIQAWIELKKSKKHNENLSVYKE
QYELYN                                                                          
>Hmag_XP_002169066                                                              
MSALDLKEQGNRLFAARSYDDAIGCYTKAIIKDPSAGSYYTNRALCYLKLKKWKLAIADSQHAIDIDPKNVKAHFFIGQA
YMENNSFDEAITNFQIAYDLAKEQKLNFGDDIASSLRAAKKKRWSLLEEKRIQEEIELQSYLQRLILEEKERLANLSVSK
KRLLELNSLFAQVDERRQKRDVPDQLCGKISFEIMKDPVITPSGITYDRKDIEEHLQRVGHFDPVTRAPLNVNQLIPNLA
MKEVVEEFLEKNEWAEYY                                                              
>Tadh_XP_002116381                                                              
MEEIKNDSNPSQQHQHGCHDPVREETVDNNVMEVAEVDTDEEFASNPFSQLFESLQHAKTAAKRFKNATDLKETTLIGQM
KMNLKDSAELLQLDITADELIVNDILQRILLVTADKHFSKRADKISVKIPQTIVLLPLSNELTEDRCCLNFDIVDEALIE
RLSMADIHPNVITFRPSNKAKDDQSYRVSLALVAEPNPIVYLFECHRRARLVLQEQSADNQCSRQAAEKCKVIVATFVGS
CLLTPDILSGQDTNKQFDSLLTDRQYSGTPELYEFLKDILISYPDTNDIEQIFQYSIAPIFNIQSIKYEDIHPKLIRLCN
FSQHEHLLKFLIESSPWLPKGLNVTGKSFERTLLGSLLCYSSIVPALPLLQGFGFTTLHTLSPDFSNPTMMRPAQVEHIT
SSLRTQREYVLELIFTSASQMHFHELAGDAFFLNLSSILMELCDPFMIISSPKLLKIDPEACIAKSSVTQAHGIFRLNLY
NETKLADQTSSALPTTITVYKNLMERLAKLQNMVSTPEGLANTNLRQEFEAGVSQQLAMKAHVLDPKLLERILNFYNVTA
AWALQISNTDGKHYNQIDLNQEMLSTSIEVPKKFAMLPEFIVDSLTQFIIFLGHFAPEILEMQCAKLEPLVIFITGLMGS
SKFAKNPHVRAQLADALARLVPNDAHKRMLEQIFLESKQIQDSLALAVLNVYVDIEKTDNSVEFEQKFSYRHNIYNILEY
LWTVPAYKEKMIKLSEEVTVGEQGLKDVIFLRFIHLLTNDAVFLLDEALSTLSDIKKLQEELADEELSSQARREKLQQLS
FSSRMARSLNILGNQTVNALTLLTQSIVRPFTEIGMVDRIASMLNYFSVRLAGPKRGTFKVKDFSEFHFKPDQLICNIAL
IYTQLGQSESFCKAITEDERSYTPQLFYQIERVLNKLARLDIVSEFKELHDKVTKFAAEKKEIEEAMPEPPEEFLDPIMN
TLMVNPVILPTSGKIMDKATITRHLFSSQNDPFNRLPLQLDDLVPHQELKERIEQWLRDNKIILPDQND           
>Tadh_XP_002114712                                                              
MNFCHHLLVENLTCSQICSDGYEVSNLISDNSHLKARGFLVARFVKPPVEIKFHLIVPIDIECILIDRKVGGQISSGLEI
YLGKEVDQLKWAGKAFVQETPSNVVGNCVLAFINEAFIGDKEWQIANSGHNSRCHPNSNFYLRGGRALSDVQYISIKILK
TSQSSLAAIRLIQIWGKPSKSCDKEMVKKMQAIRRKMEIGSNTSNITTISQSHETNLQCKLNNDDADTQGKVSVQADDQA
PLTSTSQQQLVPNDFLDSITCEMMHLPVLLPSGQNVDRTTLERWIKDQSIKGKTPCDPFTGIPFTETSRPVFNTALKIRL
DKYLVNFGHNLSSIGRTVGTIQSNDQEHNPFKTVKSVIANMNRARHKINDVKSTLSSGVTFDAKEYSHNSDNQINPPKCS
VDSIGIKRKINGSPISSKMNLKATEIHYQDNLKRNTTNNHDPSCHLAKIRRSLSQAFSANKVFDSGIQDAKFANGITLSA
SNIVPNAEGSAIQNLDIISESTYDTSDDSREVLSRQTAAVEKQHLIHTCCECRFDITTFQSIFQLKCCHFICRPCLTNMV
KESRGEVLCSLCGSKSSRAVITRVHQDNFTTNFS                                              
>Tadh_XP_002113697                                                              
MIIPQIFVPVVMGLMQAVKSITLADYNEYQAVYKVMTELCDIKFENRRPICRLLTTLPTWLPAAITKCSARELERLSVLG
PFFGMSLFADDCPRLAEKYFAETPNQYDLKMIKKNLQRAIQFVRTSMFNVVHSMLITNDCKEFILSYIATVLTRNKKRAQ
MQVEDSLVSSDGFMLNFLSVLQTLCAKIKLEKVDPYYLHSSRCRIDITETTRLNCSKEQLEHLVIPEESLRREPNFNTEC
FFMAIHAFHISLLPCCRKCLRRGRILRDMSRMLDELQTQESTWKNLPIAARNKAAIKKWKDQIKHLKQMKVCSTIALNDD



SVLSKSMQLCGMVARWLTSLVAVDKTKGVILPLPNNCPIVFGALPEYFIEDTVDFLLFYLQHCPCGISSDPSLPDIAELL
VVFICTSHYIINPYLVAKLVEVIFAASPAVQGSTRRIFDEIRSNPFSTYLPSALMKFYIDVESTGGSNEFYDKFSIRYHI
SVILKCLWSDIKHQESSFSDRISQGYFIQFINMLINDTTFLLDESLDTLKSIHNAQEQMEDTVAWGKLSSESQQQRQQNL
AMNERQCRSYLMLANETVSLFHYLTGQVKAVFIREEIRDRLAVMLNFNLRQLCGPKCRHLKVRSPEKYNFQPKALLDQLT
DIYLHLDDDIFIKSVASDQRSYSRELFNDVSRCLRKNNIKPPTSIELFECFAERVAEEHASYAVMELDLDDAPDEFKDPL
MDTIMTEPVELPSGVIMDRSIIYRHLLNSSTDPFNRQSLTVEMLKPVPELKQRIQKYIHSKRFRQT              
>Tadh_XP_002110704                                                              
MATTSDEDFKRQGNMYFHNKQFPQAIECYTNAIKKNASVPTYYNNRALCYLKLKKYDNVASDSRRAIEIDASCVKGYYFL
GQALYEQGKYDEAVNALKKAFQLARQQKFNVGDDITNILRMAKRKRWNELEQKRIRAQSDLYAYLKKLMFDDKERKIKNC
KSDDSVAVADVNKMYDSYSDQLENIFRKVDEKHQKREVPDYLCGKISFDLMKDPVITPSGITYDRKDIEEHLLRVGHFDP
VTRSELVPSQLISNLSMKDVLEAFITENPWVEGSDW                                            
>Tadh_XP_002109494                                                              
MAHIVSHSTFEDGGQMKDACRRLYNTTGPQKSTTVQHKKEMAAANLLATLTAPSEINSLSFSPVRNLLAIAYGNKTVGIY
DVNGKEIGENPISPLIGHTYAVNTCCFSSFGTMLASGATDYAVCLWDIKSGGNIASFENHTNAIRKVVFSPNSSLLASAS
GDQTIKVWEMSRRKLLRSLQGHDTTVNTCCFTPDSNYIVSGAFDGHIKLWQASSGRCLQTEFDCHDLGVNDCQFSPTFGS
ASEAYQENLKTINGTIHYLLATCGSDMFVKLWDVYIDRQADTYNITKRGDLSGHQSTVWCAIFSPNGKLLASGSGDRSVI
IWNPLHGEALQKLTAHTSFVTSCAFSMDNSILVTGSNDRTLKIWQINIHQESNSIRSQQANDGKSKAIASLQAMTLDDTC
NWLKTIGMERYEKQFRHHQISGSILPTLTSISLMRDLSIEPLGHRNQILRAIQELKDRLDNSIPDEFLCPISREVMTDPV
VASDGYSYQRQAIESWLNGGNRLTSPMTNAPLNASLLIPNKTLKSLIQKYLDGDRS                        
>Mlei_ML070218a                                                                 
MSEFLDKHRCPITQEIMRDPVLAPDTHNYEREAITRYLNTNPISPMTRQPMDAEQLIPNRELRLEIETILTNSGRTTSAI
SQTTLTAVDKMAIETIQNFDDEVAVRCGEVRTQDGLTQVSLTVPDGEAPPLSIAFVTDVSGSMEMEVKTSQGESDGYHML
DIAAYGTNVCINSLRPCDHAALVSFSYTANKVSDLKKMTPSNKAAMKAALAELYPNGSTNLWDGIKTALEMLPENGVVCV
LTDGEPTVRPPKGELRMFNEWRDAHPKWHGQLHTFGFGYNLDSQLLVDLARAGNGRYSFIPDSSLVGTVFVHSMANIRTT
YAAQCTLLVETDGEITGIGPHTKASWGYQIPIGPLMFGQRRDYFLRGSSSMSCTIEGIELSEAGVPNASDERQRTGLAIY
DSLKDKPDLKNFASTITDPKLLEDINGQWTEALQPDYFKRWGRHYLPSLAAAHMTQTCNNFLDKGIQSYGGARFNQLRDE
FDKIFNEMPAPKPSLRAELEARARQRGVALRAAPTSMASYNRSDGPCFAGFCKVKDGSGVEKNLSEVVKGDEISCPEGGV
ATVRFVLKTVCPTGKASLVRIGKLYATPWHPIKLSNSWIFPSDVGDAEEIACEAIYSLLLDKPSCFIEGTECIGLAHGIE
NDIVASHDFFGTEKITKMLEILDKDKDGYVTLSGPAAIKRDETGLVTSLLETPCKKPLLCW                   
>Mlei_ML08636a                                                                  
MSTLWTPRPSNAGTLPCRNNQNCHYLKNGHCWYYHPPQHHAHNQRARTINTNSTSSDSNPFSQQWNSGPNIFNPTHGTVR
NQSSGRNRGSNRNNRRRRNQRQNQATVGISSNAFPTSPPQHREVPFIQSPQSKRTREDVSATIVSLSSNQQIDDNEINIE
AFQCPISMEVMSDPVVAADGHSYDRICIEQWLRFNNRSPMNNTILQNKKLLPNYTLKKCILEWNCLKSTLSPVS      
>Mlei_ML128220a                                                                 
MGDSKQKMETFINNVLEIPYDHDKMQTLLTARDVLQYAEEELMCIIMQIYGEERNVLQRDTSSSIAQNMELRRKIVTKNT
SRIAVVYLVDVWERISGNLYLGSGEDWTQFCNDFTSMVMRNLGLVMTGMLGSDVDTGLIQSSPLSCLFIRNHQNFPLPIP
ERDRFALQLIRATQESGTFHQIFSALLFDHMGRAKNNNILDAHVCDVYHALECLTAIKISASRPVVSLISSLDVWSPDLI
SNGRELENYSFLGPFLGLSGYFEENPKIQNNKELEVEQLKHDLPPVIRETRDIMLKIVYNLLLPKDNRSTVLSYFARVLN
KNAKKSGIQAREDVLSRDGFMLNFLSVILDLSAKVAVEKVDKNYFQSPNCRLDFSEVTRVNATSEEAEEFSKTLSGVKQP
NFSTECFLMAIYSVHLSLLPALRKQVTRVQRIKDLSNMIKDTTRNGRPPPNSRAELQLKIGEAKLESWKRAEKIAQITTF
ETELLQKFAEFYGKVCLWLLSVVDPERKWLNSGMEKLPNNQLLDTLPEFILDDIADVLIQSSRFRINLLGNVNLAPVCQL
IQVCVCHPHFFRNPYLVSKLIEVIYMYSPDVQGTSTPLFEKIITPASSEQFLLPALLDFYTDVESTGTSSEFYDKFSIRY
HISIITKTLWFASNTTHRLTLMQCLENTKYTRFINMLLNDTTFLLDESIDSLRSIRDTQKLMSDSSKWDSLPEESKTQKL
NQLKQDERQCKSYLTLANETVHMFHYLTQSIQAPFLRGALIDRVAAMLNYNLQQLCGPKCADLKVQDPQKYGFQPKELVQ
QITDIYINLDSPVFLDAVAGDERSYKPELFALAITRLTNAAIKSSYEIAAFSEFARKVKEKYEEKQARDQDFEDAPDEFR
DPLMSTMMRQPVRLPSGVIMDKPIIERHLLNSSTDPFNRQHLTVDMLIPEPELKDKIDAWIKEKLKK             
>Mlei_ML128613a                                                                 
MIDLCDSRLGTTVRASAVDDDVHFLTNIISTDPRKRETGYKPALYVSGIVAVDLIFTFPVALLAVQFTTTTSKPTQAQVW
VCRNIPAQTKTTRPFHMSLVSTCSLSPPSSTIILSSPSSLSSQHLPRDMPILPLPETCDTGACQCVRIVLETMGKDRCLR
EVRVLGNVGKLSREYLLRENITRKDIDKLIRDVKDEIRQEKLQKEKKTSSKQTSSLISTEKPKSSTSELGSLTESTSAPE
EFLDAITRHLMFCPVILPSGNIVDLSTVEKHTVAESKWGRESSDPFTGIPFTVDCRPVHHTTLKDRIDRWREECGGALDS
LSTPRNEVASLSTPRNEVASLSIVRDEVGSSLDITGRCVGVADRPGTSVSELILSGQAKRIRVDEDESTFTRRKRIKKFE
KMHSSSTKVSAAKDTTSQLQTQFSEATSHSKQQISNSNRAITNSTLERSSVESNSSSLVDSSDLGGAVSRVERTMQLLRQ
HEDRLELF                                                                        
>Mlei_ML135629a                                                                 
MLKKIPLSLPTFIILALLQTCFSSCPSSCSCQVDGTVNCTLQHLTEVPSGIPHDTKILDLSHNRLRDSSWMRLMELASDL
DLEQLILTDNILTTIPQTGQLSVQLELSDNPIHCDCGVLALPPSLFLHDDISIVSCSTTSNPDVHNVKLSSLTTEILQCD
ELQLSVPVEITLYKLGSYDQVIPCHKSEEGTVFWRHKGELKYQTSEQDCSLVIRRMTTKDEGLYDIVYETPRENRTFWIT
VSLKRQSSKPEIDDTNTLLEVQRQGAVKLSCLASGAPPPSVEWFYNNRSLNNYKDDHIVMVDEKTIIVTDVTDEQVYTCR
ATNVLGVAETKFVVKTIDRIRGEVFKWLAPLSVALLIITGAGSVGYYFYSKRKLETLKQRCSSPGASDTGIIFENCDALP
STITQCEGYKMLAISTTSPPNQLICPITRECMKNPVVASDGFSYEEKAILAWFKRNGTSPMTNGEISKRLIQNHNLRTLI
RDIMEKNSMSDSFINLDHLCRPSTSRGNTSRSKLNTSPSLSRISRISPEGTIIEPSYVSTSLENNSGSTAIQPPTDVIES



EPRSSVSNPGPSLSTDTESSSGRVAVSSGVNPAADLSNVSTRDHRLRSTSSTNSRHSSSTDQGIGTSVTESLSEPLREPS
SSVSIEVSEGVEGVEV                                                                
>Mlei_ML21893a                                                                  
MNVGHEVLELKQQGNKFFSQRSYEEAISCYTKAILKNDKVTTIYTNRALCYLKLELWDRVLRDCKLALEIDKMMTKAHFF
MGQALTELEKFDEAIASYTTAIESAKARKEHFGDDLHQALRRTKKKKLHKEEEKRMSEEIELQTLLTKLLIDDLERKKNQ
EPSDDEVVEIDKHNEDLEAKYTKYLDTLNQLFSELDDRRKRREVPDYLCGKISFEIMKDPVITPSGVTYERSDLEEHLQR
VGHFDPLTRVPLKREKLTPNLAMKEVIEHFLENNPWAEYY                                        
>Ocar_g1071_t1                                                                  
MVECHGPSECLREVLRQLCEIKIGSEWPFCDVVRSWMYSTVEPLSQIWTLSVGPIGVWIRGLGCHTDFLPSQTSGMNLAR
SLQRKSLLGFLFSLTSFPTEDTELIKKFFSGDLTWQNVQVVNSTLRNALSVYRDEVYFIIHALLRNQMTRSQVDPLYIHH
PDSRLNVSQESCLHSSANAGEVSKLTQSVDVKFATECFYLTVAAHHVALIPTLKYYEAKLKEMRRVMRILRETEKMEAES
RDGASGQHQQDIQRRKALLSDRLEALKRERACMEVAVMDADLLTNSLRFFSSVAEWLLLLSSPDVETTGSSNEFFDKFNI
RYHISVIFEYLWEFPGHRRVIFEACGRLTADSDVIRFINMLMNDTTFLLDESLDSLKSIHETQQALENRIAWNQQPRELQ
QSRYTQLLTDERQCRSYLTLAASTVKMMHYLSENQPTPFLRPELIDRLAAMLNFNVQQLCGPKCSELKVKDPKKYSFDPR
ALLNQLIDIYFHLDSTEFVLAVAKDERSYRMELFENVCQQLRRGIKPPHEIERLRDFASRVHDQFTAITKREVDLEDIPR
EFLDPLMNTIMSDPVLLPSGLVIDRPIIIRHLLNSHTDPFNRQELTVDMIQPGTLVSFIET                   
>Ocar_g2769_t1                                                                  
MRKAIFWGYSLAVMATPRSYLWEWKDPCDPSQLWKPFAADLNARLESSFREGGHSRIVFQWQWTGDDRCWADYSPDINEI
LERAWGRLNIVEFSINSPKTTSSYTVDMQERRQMNKLTKYKREIRRVPVYRRDYVWKYQDDNKDFVPYVPEGQDRLEEAH
QQGQRSLELSLSDRKYAFDLTEMVQTRTKFNTKRKMRRDSQISTAQAFNPPLPTSPMSPFGLPAPSLVGVPPVESCDPVL
VQLLTSMSLAQHVPAFTREKVSMSEVYLLSESDLERMGIPLGHRKRLMSAFIEATVTDRVPNEFLCPITLEVMEDPVLAA
DGYSYERSALEKWLTQKPGLSPMTNERLGHTEITPNIHLKKLIQDHTEKSHH                            
>Ocar_g3805_t1                                                                  
MFSPYSVISAHKSDINSCCFGADGSYVATGSGDRTVRLFDPKTGRELPPSPLIGHSYYVNTCVASPSEPLLASGSTDGRI
KLWNPITGQEIGCIEVHSSGVRSAAFSPDGSYLAAGSADGAIRVYEVLTRKLIHTLQAKDDSVLGCSYSPNGFLLACVAS
GGEIRLWDPFSGRSLQSAVDTHNLGINTCAFSPVTRQDLMVWPSGAKSVASSFLLATGGNDNMVKVWNVTHVDDKATLTL
RFALDGHSGPVYSVALSPDGLFLASGGSAAVDVPTEEKASEDLMNLSMDEEGKKEKSAMTGRPAVGECQMAKLLASRGLR
PESMAGGWTVDDVVQWLCQIDLPQYAKLFRDNMIDGAELMSLDSRALAEDLGIKPLGHRNKILRGIQELFDTSRTIDGVP
EEFVCPITLEVMKDPVIASDGFTYERLSIQGWLAEGRHTSPMTNLPFANSTLTPNRQLKMLIDKHKS             
>Ocar_g4400_t1                                                                  
MALTCALSNEVPEEPVLSPASHCIFERRLVEKYVAENGTDPINGEPLEQDNLIEIKTSPIVRPRPPSATSIPAILKLLQD
EWDACMLHSFTLRQQLQTARQELSHALYQHDAACRVIARLTKELAAAREALAFLKPEAEMESAPANEEGGMDVEVNPEGE
MTETVIQKLEETAAQLTAERKKRRNKAPEGLISVDQLREFHETSSHPGLHKASKPGILSLDVSLANPDRVLTGGADNSAI
VFDKSTEQIVATLKGHSKKVTNDVAFTGSPDSTVRVWSVADASCSLVIKAHQSAVTGISVHATGDYLLSSSADKHWAFSD
IRTGSVLVKVPDPDSSALTCGQFHPDGLILGTGAANSIIKIWDLKEKANVANFSGHTGTVTSISFSENGYYLASGAEDSQ
VKLWDLRKLKNFKTLSLPEGYHVSSVTFDQSGTYLGVAGSDIRVFLCKAWDQLVQLTDHSQLATGMKFGKNAAFLASASL
DRTLKFYGV                                                                       
>Ocar_g4417_t1                                                                  
MTRHGRNSTASAVYSYHEKKKDAATSGYGTLSKRLGKDSVKGFDCCCLTLQPCKDPVLTPDGHLYDREAILECLLHQKKE
SMEKENTVYMYSIYLLRGQYIGGGINPIVKTLLTSAEIAQLGER                                    
>Ocar_g9558_t1                                                                  
MYNLSRTEFVEAITATSAVSADGYEVGNLISTDPKQRSRGFRAERFIRPPVLLSLRFRHEVAVHSLLIRSSSQETTFEVW
MQKKIPGTEAKGAFRVESTKLHEDPTWILGAKFNLLPKAVARILNCQFNSCGQDNSSNETPRGSFLGVTGNGEETKCSLR
RGSFWLSAQTLAIRIVYVKGSMAPALDALEIHGRPLAKQWGTINLVKDAHIEGNSDLDTPVDKDMITLDKDISRIPSASA
SNDDSTPVPEEFLDELTHEVMRQPIVLPSGHVVDVSTVERHTSAEAAWCRPPSDPFTVRGADLPASRMQDVCCQSDYMHR
LWRHYGIEG                                                                       
>Aque_XP_003388013                                                              
MAANPFLSLFSSEEDAEAAVQAKERQNHQMNQIIARVLLVKGGSDQFVDDKLKYFLLLSDEGVLTFDNYEKILAKRLQLS
NPENYLVINPRGSEHNGCGREHAIESSPVLYLSQCYDRIGSQAAAVKKAPTWKVDLLSRLKKKVVEMAGVMICSAHNICI
LQAKDVSESQFVHHCMDSCSKGLTSFILDIARSQTRPNLEIIFNPLLSHVYARCSNLTLMSSDYYLLIEAVMLFTQVSSL
SSLLVSSSYWFPDKTVPHNGKAYQAHTLLGRLLSPTTLSPSLMQPSEHFIHNFMQSKDLTRSLQLQLEGNVAKLHILVSS
LLRQGEDVKERVIEWFVSCFKANADRGKMMSRMFNAPMIHTASDGFFLNVCWVLLHLSTPFTIPSSGSAVNPKLMNVDPG
YCVLGSTRDGHEGPQYDKAFLDFSQETKLTSREILVCPSEPVLPVKFVSHCFFLTHKSLILGLTQTIHLFKHIHRILATV
QEMEGRGGPRERLFLSQLLGVQAHIMHPQLLELSMKFYTATAVWLIELIKKESEQIFPIPELAPVSLLTIPECLVENLSD
FAVFLTQIRSRILLESSEVQYQLVTFCTVYMGYPQLIANPHLRAKLTQLLSLMIETDDTEQQGLMGSSFVDDQRALFEQH
EIAIRHLFPSLLMIFIDIEHTGDSMEFEDKFQYRLPMYRILSFLWNIPCYRQSLKELSDEVDTVQISSQVPLFLRFMNMI
INDATIQLDEGLQNLSVVREIQLIKESPSWEDLSNDEKKDHNERLKEAVMYARNRNILALKTVNTIEMITSGITRPFVIQ
PIVDQIVAMLNNSLKQLVGQKRKDFNVKDREKYNFDPKALVSSIISVYNNLGKEVEFCQAVPRDERSFSIELFDMTLNVA
RRLNLPYELCDGLVRMRHIVAKYQAEMDAEEKLTSDAPDEFLDPLMGTIMNDPVTLPTSGNVVDRTVIMRHLLSDQNDPF
NRHPLTVEMLQPNDELRQKIIDWKHSKQ                                                    
>Aque_XP_003385421                                                              
MSLLYVCQGHDGDVNYCEWSPVSPYIATAGGDKVIRIWNGCTGQELPQSPLRGHTYYVNSCVFSPNGDLLASSSSDGSIK



LWSTTTWKCIGSLIGHKISVKMCCFSPDGSLIASAGGGGDESLRIWDANAMTCINTFDKHECSVNCCSFASVGWLLASGG
SSGEIILSDAFSNRCIKKMFAHDMGVSWLQFALTYTSETIFLLASVGLDDTVKLWNVDLSSKAILKLGLTLQGHSAAVYS
CHFSPDFKYLVTGSADKSVIVWSLVDGRVVNKIDAHSRYVTFCCFSPCGKKIASTSNDKTMKIWSLEPKDEAISSGVSEP
PTRSNKVKLDDKQDRESKCPKEALEKVFSWLQGIQSEQPDITEYEKTNVTKLSQLLSNLTIRPNADNEDVLASHLRCPIT
QDIFQDPVVAADGHTYERSAMMSWLMEGKRSSPVTNATLPHTTLIQNHCIKTIINARPKQGLS                 
>Aque_XP_003385340                                                              
MSSEQSEELSRDEMRRRRLERLQRPNQLSVSGTQPSARTPSPSPSKGSQVTVTSPTSPLKDSLSSDILATPSSSVEPMEL
SSYDTPPTSLQSAPPHSLLSRVFRVYYTPVSVDEREIVELNSLRGNIENNGDTAFVDYSDLVSQLLMERLFLFHQATPTH
DHASSKRKEMVSYLIESYNRLILEDRHIKDKTSLRGEVIFICKGMITSFLSSVLCGNFDTDSKDTNNSALMPHLLCHPSS
CMPLDLLSELVLFCHNEEPSGETLKKVFSPVLSCLHETVKRYTPLTEGCLVPVSVLASLCEIKIANGSLRPICQLVVNNE
RWLPLGESSKSGRKFQNETFLGPFLSLSGFVEDSVEVKNHYLSESLSSAHEAHSLGMAIVQTLNASREEMFKVIHSLLRC
TETRDSTLNYLSQLLIANSKKSQLLSDRRLVSTDGFMLNLLHIMQQLNNKVKTSTVDAQYVLRSDCRVPFTQETRLGCSE
KQLEEWKRVKEISSKPVKFPTECFFMTAECHHLSVSPVIRRYKQGMRDIRQLSQMIEESRLLQRPVPDKAKERYQVMARW
KSNWDSLVADREFLHQCSHYYSTCTQWMISLLSSDNDPSLPLPKTPPQTFAGLPEFFLEDMTDFYIFCSQFSPAVLDESS
FIPVTVLTVLLLATPKYINNPYLTAKLAELIFLNTPGVQDYNHTLFDLFLSHPLSTSSLASSLMRLYIDCENMGGSNEFY
DKFSVRYHLSVILRLLWENPEHRRTFLSESSRDGAPFVRFVNMLINDTTFLLDESLDTLKSIHETQEAMKDERGWASQPQ
SMQDSRLHQLAQDERQCRSYLTLATETLTTFHYLSKEIQQPFLRPEMVVRVSSMLNFNLQQLCGPKCSGLKVEEPEKYNF
SPKTLLDLLTDIYLHLSDGDGLARAIVMDDRSYRKELFDQCIRILYNRGIKSKEAIERFQAFVQKVEAEAVVCMRQEIVI
SDVPDEFKDPIMDTLMNDPVQLPSGVIVDRPVIVRHLLNSSQDPFNRQRLTIDMLQPATELLGRINKWKADRGLI     
>Aque_XP_003385193                                                              
MALICSICQEVPEEPVLSVVSNHVFERRLILKYLQENGTDPINGEPLEESQLLEIKSSPLVKPRPPSATSIPAILKLLQD
EWDSCMLHTFTLRQQLQTARQELSHALYQHDAACRVIARLTKEVNGAREALATLKPQAAAYMPPGATEAPTGAEAMDNTE
AGPTEMTEEILQQLLETAAMLTADRKKRGKKKPEGLCTVEEMKTFEQKSSHPGLHSSSVPGILALDVSADSKRVLTGGAD
KTAIVFIKDTEQIYATMKGHTKKISSVIYHPKVELAITGSADSTVRVWSIDTSVCAQTIKAHDGGVTSVSLHPTGSYLLT
SSTDDYWAFSDITSGHVLTKANSPSGPTALTCAQFHPDGLIFGTGTASSEVRIWDLKERTNVANFQGHSGAITSIAFSEN
GYYLATGAEDSQVQLWDLRNLKNFETINLGKGYEVKNVSFDVSGTYLAIAGTDIQVYLCKQWDQLATLKDHTSVVNGIKF
GHNASFLASCSMDRTLRFFAPQ                                                          
>Aque_XP_003382966                                                              
MEARSRGNRFFSQSQYKDALESYSSALTKTPKDSRLFTNRALCHIKLGQWSSVIDDCQTAIQIDPAGVKAHFYIGQAYTE
LGNHERAIEAFETAHKLAKEQRRNFGDDIASALRQAKRKRWQEKEEQRLNQQSDLLHLLNDLLLKHKDELLAESNSLSIE
EQERESEVIVKQHDERLKELKRVFEEADASRKSRDVPDYLCGKISFELMEDPVITPSGITYDRKDIEEHLNRVGHFDPIT
RTKLTSDQLTSNLAMKEVVDAFVTENEWIEDY                                                
>Mbre_XP_001750663                                                              
MISKSGKLSAHGGAFTRLRCCCLMRKDGGHHGATLTWGHQAGGVDGVWGVLVYPLFVNISLSLSLSLSLSLAAQVLIEAG
IDVNRDRTFRTGKTPLDYARDRGDEALTALLNARRQADDDTDNGASAAPPAAGLPFMVRCYDERARTLRHTLDAQIAQRQ
RQEKALADLQAAVDQRLEQNIAQLRATAQQEKHELEIVHNMDLNVVRDQARATERALRVAEQQLDNWRATLLMGDPELLD
VSDVATICSRLGLQNASTALTQHNLDGPALFASSERDLVAALNLTRLGDARRLSLFRGSFKQRQLSSRLINLDSLYERGA
GSSAQVNSKVTHAVDGSSDDTSDSSEAVAARLNRQLISNVQEWTVEEVLRFLRLHEEAPEPCLEAVQAHDIDGAVLCSLT
REDMSTWLPTLPGPLQTVLLDVGGRLRLAAEGTQNHDAEQLAALVEQLQTLCVQYSQRYETLTNPPDAYVCPITRNIMED
PVVAEDGNTYEGEAIRAWLARHLTSPLTRAPMGPNTIQNQTLKRAISAWRAACIASALSASS                  
>Mbre_XP_001750525                                                              
MESTVPDWLATAVAVAGGTTLTALVQYGGRWMRRGVAGEQVLDEDDVEHPDHLMCPISRELFKDPVFTSDGHTYEREAII
QWLRSQDRSPTTGQQLPDKVLRPNHALRSELARYREEHGFAPLQAPAAPAPQSVAPANPEQFSLPLVHSANRARMEHLRE
LINSNPVQRSHELLQTLMVTRDATRMRVARELTAADVSLPPEAPIELQTLFNIHAASGLAPDQPILHFQFPGQPHQQAGQ
SIAMHFERDPANPHRLVLRPANVPNPIRPPAQPQGQAPAQAPAQAPTQAPTQALAQAPAQAPAQAPAQAPTQHPTQPSTQ
SSATPRQVSSVRRIQIRATAPSQAQNQGQGPAQATESGSAHQSTATTATRPTSNVAETAHTPSGAATQSPPARAATGNSP
EARTAKIVLASDQQREHRRKKCFQDLVEQVSAGRSFTSSFDRGTISHVLHSLGPNGPSPSVVWSAGYWHSRTPPTLPREQ
EEGFLNGLRANLRQLDCPSPFLHDSYMREHVFTDPCRRALLLYFALQESELLQGRTPRPDQVGPMALIEHLRNHMFVFAL
FEDLDMMDKFNDRGCVERYHRWGLDTMLSIVRLPSRSRAFAAATSKNQAILDAVEICNARNGFGNNSLTKTICPNEDIAW
EFLMMAVATVDRWQIVNLLRRHNVPSDVLTDMGLLYRAAEFGSEAVIRAIVAWLSCQSAYELLFDLSNLQVQDTGDCPLH
AAARLGHEGTIRALLEAGASPSSAKPIYTTMARGQLSGRAALDFTRDNHRFKSTIPLDHCRARQGGGRHNHVILILDGEI
CSAAVLRAGCRRTNAWACCHLKVRGREQVVNDHLHRLDKGAMLEAKTLAQRSPWFHSTSRTCGRDDGWRCSVRCWCIHRA
PQQKGTKL                                                                        
>Mbre_XP_001750157                                                              
MALRCAITGDVPKVAVISPKSGAVFEKTVIEKHVASAGTDPINDEPLDVSELIQIQAPEFNVPRAPAATSLPSLLKTFQD
EWDAAMLETFELKRENHKLTQELTQSLYQHDAATRVIARLIKERDQARQALESLQASGVAPANNAAPAAQSEAMDASSDE
SASGLSPEVVARIDQTFAQLSQARRKREKNPEGLATPEQIGTYKQQEVIKGVHSSRSGNIHSLSYRASDNMLLTSSSDKT
AALYNLESKEVVAHYKGHGKKVLDARLHPTADVAVTGSADNHVKIWTASTGENVATLEMHSQAVNNVNIHPEGQLVVSCS
DDGSWAVSDIATQSNITLVNDAKAKSIKALRVHPDGAILGAGNESSTVGIWDIRTAKCEASFEGHGGAVTSLAFSENGYH
MATGGIDSTVRFWDLRKLNAFHTLEFDAGHEVNSVAFDHSGQYCAVGGSDVRVYMVKKWSELVKLEEHKKAVAGVAWAPN
AQSIFSAGADSVIMQHGF                                                              
>Mbre_XP_001749527                                                              



MAAAAYGLEWSQALYASTPQAAAAAAAAARAAAAAMANNQTSFATGAYQNHQTPHMVFVPFASPHLYGPYGITQPQPQPQ
PQPQRFAAVRPHADAAGEPPAQRPRLESSTPSNMHPSPQSEAAAQHQARRDAGITAILNAGSPRLGAHEPSSAGPMRPMS
PEDFGARLHDRHEHTLRQLEDLRRRYCQHQPAVPATQAPHASTTQSQQPPSDHAQLVQVLMTAQAQQRQFLRSIRARQRR
DDQFRRLGVDLSSPAQHPEPSFQHVSATDRHLVDHFGHVLRAHRMSNAPLKQSLRPILWPTPSEEEEQSVEDKAKSVAAT
NPCQSKPKSPAATQPPLPTKPTTDHSDIPDSFRCAITLEPMADPVVALDGHTYERTAIEHWLKTQRKSPMSNLPMGTTLI
PNLTLRSMMQDWLEQHHQKSSF                                                          
>Mbre_XP_001748175                                                              
MPAPPPPPTPPPLPQSSSPPARRRVVDVVSSIEEASSRRAVLQAIHHGVALSRTQQTPAPTQPPPPPMSHPVSVRPPSPP
RPAPFRLVMRELLYRIPKTPSIDCVAPLTLPVLDPDAEIPAAFKCPITLDLFKDPVVAQDGHTYELEAIRHWGVEHKTSP
ITRRPIDVEALVPNHVLRGLIMAWAEQHAAQPSVSSSSDSSAESLEAPDPSRLGAEQAAPSYPPCPPVSPDATQPSSTHQ
SLYD                                                                            
>Mbre_XP_001744703                                                              
MEQPPSHLVCQISHELMRDPVAAPDGYVYDRTNILQWIGQGEDGQRNNSPFDRSITISAADLRPAMTIRSALEEYIAQHH
LEFEVAPLVTGRPALKLPARLASELELEVALHPVPGETRKAILELIPQRQTATTNIHLNLVLDVSGSMGAAVTARDESNT
LIEYNLCVMDLVKFASQVAVKCLAPGDVISIVTFSDAAKIIVEPISVPDPKMGADTTVADVLGKIDAIYHGGSTNLWAGI
ETGLQLLASCAQPHLHNVCVALTDGEPNRHPEQGYETAHRRFKQMPNFSYVLHTLPFGFGRIDSALLQSLARTGEGIMVN
IPDCGMVGTVFTNLIANAKVTSHRGLRLLDLDGVLDRAEPTGATFDYNASKQFLALGTLQAEQPRYLLLHLNQDVHDCTA
LRLQLAAECLPVAPGAGRTALERPPTGKAGLIAVKPRATCGLESEVLLRVLFRDAACAMLSRVVNLMATGETGAARYALE
NFLSLHDVLTEAPEMEVDLNEQVRQALVPAAYKRWGHTYVPSLAMAHSAQVRHNFKDPGVQAYGGPLFGTEAGRMSDIFD
AMPVPKGTRQVGASLASGAVLNNCYGGCYSADSLVDLASVRAPGTTGDVAQRTGDVRNLAGAWQRRADAIRAGDVLANGA
VVDYVVAVACAGGEHDFCQLSPGLRITPWHPVREPSTKRWAFPSELVVPKRHASEYMYSFVLTAGGEVPVDGHTTVGLAH
ELQEPVAAHPFFGSPALRDRVALLAARAGTARTLWLAPQAFVRDTATGLVKDFNEHAVRSQPSVS               
>Mbre_XP_001743396                                                              
MAMVGLAMAVFAAMGLGAPLDNLEVASTIVPAARHLRAAPYADWAHHHWVWLDHGGNGQADCLELAHDYISHNITIGAMD
IDSTWEQGFNNFIPDTNKFPNMTDMIEQLHALDLRVIFWITSMVDTDSPNYADGEKHGYYLRNILNETGKMKWWHGTGSL
VDYTNPDAVAWWHDQMDNMLDMNIDGWKCDGTDPYIVELIEPQGAQGPVTWHEYSHMYYGDFFNYTREKLGNDRLVMSRP
VDAYGSFFVEFSPKYVMASGWVGDQDDTFDGLTQALKRYLQSAWRDYANFGSDIGGYRTPQKPRQSELFLRWAQLGAFSP
LMENGGGGEHRPWMFDANGSTFVTDTYRNYVDTHYSLVSYLLSIGSAALENGTSVLHPMAPYDSLIDKIIDDFNPPTYAY
LLGDRIFVNPINEAGDGQSTRVTFTLPNDSSWVSFVNASDRYSPGAQVTKNFSLAEFPVYQRAGYIVPRNAPRETSRITL
SVAVDPSVRSDMFALRTSESAPHQGHGCEVTYTWKDDFTMELTVSQHQTLSFEWALTLADRPVAVTAHDGSAADFDYDEL
SHVVRVPVGVPTLAISQPRGRLKFSRRLEDLNNIEAMAAEPRASSWSAQEDDLADFESGASSAQQDEMLDDGRTRSAPAV
TAAEAGADEPLPELQRGRSRPFLPSERSANSDAVPPSDFGDVNDEEDDETNTVIGGGSEAELELGSWPSLTREATLQLPQ
NEEVEAWQPTAFLDSRSTEEWLTAAPPQALAYRIVALEQALSRQRLKDASGYRTPRQPRASSIISFRDQASSTTRSLRSR
KTEIPNEYLCSITYDIMVDPVVAADGFSYERESIARWFEEHTTSPMTGKELPSRILLPNHALRIVIRDFCEQKGVQLADL
PVQQELSASDVQRHLASTVRPAFSSTGERSAFGPIGYAREDTSSINQFLLAQYQQQLQTESHLLGVPSQDSELGYNRLSA
QAGARAPTSGRTGAADAERRTSTSVCRMM                                                   
>Mbre_XP_001742220                                                              
MLLINECTHYIDEVHEALGKIKVLQAQLQQSEWDDSNRTREEAEKYLAENENMAVSYANLSTESVTMLSYLTEAYVDPFL
RDEVVGRLAGMLSSTIRHVVGPHAPNLDLLACKKYEYNPPALLLDVIKVYLHAAQLQSPTDRANEHFLTAMYKDARFDLV
VLRQAATYLRGFGMPSDIIDLYLVLLQQAEALQQSAEDEEANLGDVPEEYLDPIMFDLMRDPVRLPSSGVVMDRSSIIQH
LLSDPIDPYSRKPLTPDQLEPVPELKAEIEAWIQAQKSKANASSS                                   
>Sros_PTSG_00216                                                                
MFCRTSTRGKGGRQQASKQASKPLTQPTQHNTPPTLALAALPCLLACCFVPSCSSSSSSSLQQLAWFVWPVICRNKPYSS
PATSHHQPASACPPPHFDEQATRAIIAKQTNHSQRIRSPAMTSVDDTQRPLALHRVDVQPVQVAEAPPGLRHHHHHQHHD
DDHDHDGEDEDDDGDYGVYSPDRAHDQALRDAGGSADTFDSASVFSFSDESVQLPNQIDRSLSPFTSITPPLPRMQASAF
HNHHHHTTQQQHQQQAYQHHRTRHSSLRESSSQQEAQQHQSRHRRSMGRSYSHTSFQPISYDVGSAQHPHHHHQQQPQQQ
HHHHHALPATYSVSHASWAVAASQPARAATAVSPTAPSRPQWSASITAAAARQPRGRTPSARGRPTTAAHQQQQHQHHHH
HQHGGALWMTAPAHRYGEATSNAMDLSQTFTALSMGSHHAVDDDGQSATRPTITTNTATNDSDNSNSLHGSGHGVDTTRA
WLSRAPRDDVEAYVAQLHQQLQDANTSLALAQTMGRPTCSTCERQYGADNTPFLIQCQTCLNETGLGEIATPHGRHTSTR
QHSYDSHDSHHHHHHHHDHQQQLHSRAQSREHQQHHQHQRGEGAHTFQHRGEPVLPSVWRGGVDDSGFVDAGTGDSAAVP
RGVAPPLPPPPRATAADDNGDDGEGVGASVEDEPAVRDGRQRPATTPPRMRSRSRTTSHRRDTCAIHPLPTTTSSSSSSS
SSRGTAYGDVGGGGSKQRGGASVHPDMIVGCVVPDAEFIKAVKNGVEDSGDMVHPDNLCCPITFDLFVDPVVASDGITYE
RAAIEAWLQDNRMSPLTRCPMSRNLFPNVLVRKLVGEYREAFGIPPPTPPAQHAATDLGDLGDGGRAANANNSGRDDADG
DEPQYAEMLGLSTGGSGGVHGDSRSLQQLMDLLFTIQRSANTGTGSDTSSDLGHRGGEDDGMGAWGQQEQPSRRRIRHAS
RLRRRFSSRVEGAQCTIS*                                                             
>Sros_PTSG_00776                                                                
MSEPKTAPFMATWRKAHKAWMEARASKEKQACIPPLFNAVLDVASNFAKVAGQTEWSKLVKGLGFLPQYFTASTTLREAA
LELAVAVLSNEDARANLTEAADASASFLQLLNTVVDHFVGASTDPDTMSGRSFDLCAQICVLLLEHRNILDTAHRQPDLL
RTLARASVRQPQIREHVYRHKNKGIVHTLDAADTNSKGPSSLVPNFRFTWTDDRVDEMSQTTWEHQRKLWRVADPHHYRR
FTGPDTLARVFSLLTSTDDELNDFIRHVLRESLAANLTVDETKYLMYKLGAVAFSTDVSNTHVPAFCRLLDVSAWERAFT
VLAGAASDAEAHEAFLQSPALATVCAAVRGTLESGLAEWLCQPAQDNIARTRLLQAVQQHVDTTLQLSASVAGSSTTPPS
DTLQASHTPHINSTSALDTPQPDSALGTSVSPKPSSPDSATKPRDDLSNAADDDDDDDDWGDGHDDQTDHISNDANGANH



TTAADNDDDDWGDDSTTDSTTDSTTVSTSPQTDADTRAALIQRVTDLIKEHLSALYHLVLCRTNTILQFHLQSSNTEAVS
TVCVEVLEIVHKSSTLALLDLHEVTDLKDLLSNLLRINTAPSDGLLVALVCHIHPKPATLHHLATESNRRRLLGRLQLVQ
RILVECVERDPSEMYNATEETLDLLAAAVPDHTACPADCAAAFLAIFGSSGAFQFTPAHASHIIEVLAATSLDGEHATPS
NTPATHATTVMAPTTTTAHASVADPKTEQRTRLCMLLLSLTRSADKEVIQRNWQPIADRLLAGLPLITATPQQHKACWHV
LFRAAPALTARTKILAALFEFCMQQWLRHDELAWAKGDALVDTLQVLSQSNRNRTRNLIKDQIAKAMHTLTHMLSFDRQT
SPAYALLFELVKPHDLASVIEDHDNDGEFDSGAPSHSEHLLVSATDADSKFPLPAAFKEGLQHAVAEYNTSEADPFEIVS
DGERATFNGHVLGNCFNSARAYAQACKMFPAADGGVVPTTRTLQYLKTILSTLRTNDNLLLQGETGVGKTMLTLFAGHLA
NQVVLRFNGSSHSSVEDLFGSVTNDPTKPGHFGLAPGPAILAYTFGYWLYIDEANLLKEELVQTLACLTEDRLSLAPFAK
GLSILDCTSAYTGKPLPIIGSGSGGDDAALVRKHKNFRLIFAQNPCDSRYNREKHSLNVLSTFVPLDVTWGSNLASRKAE
WKMIVTSALRGVLPEDIHHSLSSDKLASQLVDFHVRITDAQLLEELRAMENEGEVYEQQHFMDLTVRELKRFASACRAYM
GRLKGSASKAFQTHLTAFGLMLSSIYGARFQCAASRQRIAEIAFECLNADQPQATGASPQGRLQMHAQAVFIDGIPLQRK
VAAPEHDIVDIVHDKIMQCATHPNFMLKYGCYDFVNHACVDRVHALMRDESVSLGHALLHAYVAPIRCVRARADLLADIC
KTLDATHAAEAQRLRNVDPSSLLEPDQYICSIVVTPELVTAARECAVAFLLRTPLMICGPSGAGKQVLVRFLSALTNISL
AHLHLTKETEVQDFIGMAIPETDHATGDMNLRWHDGHLPRTMRNGGILVLDDILSLQSSVLERLNPVLEEKPTLVLSENN
QVSPIPEDEISDFLRFVAIVEARNKAMTPAFGNRFHMVYLNPPPQEPSTWLVAASRLLLGHEAGDGECPRDVCELTAKAH
QAWCSSEERPSVRRFVMLFDAAFHLTRGTTPPPLKNKAAAAVGEACELVLAQHPKTAEALKQQLVNSLPPNSVDYVEALL
TSPQPDGGVTFVLDKDTTPRVYANANKVLRALKARVPVVFEGSQAVGKTATVTALVHWLTHKAILRKTNSDSTQATDYLS
YWRPSKQGNFAFEEAEFVRTLRNGTCFLNDEFNLANTSTLLSVFIPVLDSGCLALPTGEYVHRAPGFWLAACQNPVGFAG
RKPLARKLADRVCVVPFENLTLDELTEIAAKRTSNAMSTDMLRKFAQLQVQMREYTALKQDPAVTVREVCRWTRRMQATP
DSAPHAVANGIELLVGRSQGQPQLVDLVTKAFANEEDGQNVDRLHSVMAGGDSIPDVCSFTLPRDGCVEIRYEGHPASTV
RVETQLPPAAIAPLLTAPCFKSKQFCLDFYRLCKCYTNKEPVLLIGPTSRKTLLVEMLAKVTGRPLSAYTLGTDSTAEEL
IGRVLPTTLDAQMASAVDVIRRIDTILAAQGTADASLTGQASLLETAAGFIGRADLNYTDVGQWLEQVGAVFPAASSFVE
EGKTLLNDLQVTPNKQGDEYGDPYARTEHNGDDSSSDGEDDDWGDDSNERSLLPTSAAGDGTESVSHGNADDDEDDWGDE
DADGDDDDDDWADDGGADDDAGATRGNVSSDDDSWGGDTSEHSSRRSSSSLSVMDEEPQDAWWLQEDIVTPGNTADDEPQ
TNAVDVRISELKLKVVVYKVALQALQFITASVSAVSESRDEHTQMQQELAACAGLLRHSVDALLKEDVQHSSEFQRARFQ
FKDGPVTDAVRRGGMLHLRDLHRAPASAVEKFNSLLELEPSLETSEYGNIDCPQSFFFVASVTSDRQLFECGLSPALISR
VTVIDVQPYTNTEFQHLVRGALGSVADTTNELAHFINDVFEAYGSFNTRLAYQMIGFVQRHKDRFVRVQDGVLHAVAALI
APRLDDAGIDKLNKVVTDRFQFRLEEFEKQPVGFYSLPPARQTTHASSTPTQQPQKLEIIPGEHILEQAHFFSADGDGVV
FGLGPFCIRSVHTSADVAPNLQLYPGMSTNHNLRAMARVFSAGLYPVLLGPPASGKLSCARELARALGYSNVTLITFARS
TSSEDVIGRYHQALDGSFRWEDGAFMTAVNSNRFIVLKDIHLINNELAVQIARILREHSTPPTTAMRTSTACQVPKLPLV
CATAPALEKVADQLQIAFAPLPFQHILPSSPHPDLVYPLVCHAFRDIEQLSVSHELFMPLARLLCELVELSEDDSTDLVG
AFPSWSLREMEKVKTLFVPLFETLQCLQWVEHDEQGADDDEDGGVHLDHNQADSGDHHDNCLPADMQQLALQVLTKVARL
VFVGGLEGRARDLALKKVVKCFPQTAPDTQSAVVVDTTLTHCVHVGLVFFPRRQATRETPANDARQTVSPDFVLTPQHAT
TLQDMALVLQAHRSLTMRGPTASGKTQLIRWFARAANAPTLELHLKKATEIGDVMGQLRAEMGIVRVQRLANAVSSALCS
IFVDLNTHVLSAQENAPQHTPQDAAALAASLTHDIAQLASCMDKLVCALQAGDVAKAMPLKDDIKQQLANLQARLEASAA
QIGLDVQAFSSAAHEFTESIDHLLVRLDDMCFDAGDGPLLQAARNGWWLVLNDVNFCPHDFLLQLQGFLENDVADMGAHT
SKDTTNGTSAWQVSPDFRIILTYDPDRPGVVPLPPSVRQRSVEVALPAVDAVEQRDTLHHIMSQWISEIGCDYPQRVASV
FVTAHFAAKQVMSPSEADGPFAVTFRTAIRAMKLFRTLIPHVTHANLQQAVLFVLRQVYDQHGRGVIKQPLLAELQHWPD
EEPRSLNTCIVSSGDTAISTIDDTLGALIWHMAAVAMKDDSATASAQDICHWAVARAMQSLSCGGEELPHAHFPDKPQLF
FNAFADPEHSIALLALEAQSVEIVSRQQVLATVRTLQRALADIPQVATLQDCDKWRNKLQQWLEACQHLVIAGRTLSRRP
GMQDLVSSFEGLVAALSNYVAAFSGLFRKEVGAHILLSRFRALIEAAERRMETALPDSKGRLGFFIAQMEAVVRAKLVPL
SLQDQSVFRILAQSPSLQGLMQHFSTFLPKATIQLSAAAVCLRRDMPFSADEYTATATTLARMVSAAATSSDVGGTEANP
LFSQDFITKANLMQDKFEDVKDILGPRFNKARREYKKAVTEKLDDDTPDSVRTFLSNCEEPALAPPEECGKEFAELGEKR
HQVAGLYEEMNALKEELNDLKQYVFEMLEEHGPTLQPSQHQFDVMEAKRVLEGGADAGFEESDKIQDAWHVFRNFAASSS
NTFLVVVNAVGEDWHTQVDVQLLREHGHDTATVVVVPAFLLSERHVSVKESEEEVDGGALKLRITLIQEAETGAGSNMLE
QVITRVMTPHHDADFSLKREVERFQGRRKALTGHSTASHVMTRAIVTHCSSQRKVVAASNSVVKTLAALKRHDMESDAWV
SKVGLLIAHIKRLHKAVDANKDTEHQMSDAVIEFWASQSIDERTKIGLHHALVKLANNDVPGSARMLQALDQDTLDKYRC
MFAVVRVCTLYASHGDASMSSVQPAISSMLAAWLDDVPSQSTMADALSTILSSCPVTPRDFKDNLSALLQLLGQKLVGGK
EARQQLAAVLDQLRELQEQQPTPPELDADINRLSSLLDPDYVCGVDVAHWQRKPDEWRKRLREEKLRLAKRELRSMFKLP
ALEGTLKHELVDALQGLAADVKKFNKSAVECSDLRRKLKRVLVGQVVDSIADLVHRIAGLCGEGTRLMSRLREKQHLMLQ
QHEVPVDVLPRVLKAMQRVASATCVTPETAESADWFNVSPDELVLGVVPAGWRVVLSRSLSAEEIEQQAEHFSRCTTNAF
ELMHERFEEMELTLDNYAEQVRSSLCDLVRSIRETIQQSDLQGRAETGMRKREAQDQVVQKLQQVEDGLAADASDDIDGH
AEAQECLNLVVPGTNVSQQLQHICGALDVMCCFDQSQHQATEDSASPSTNLILREGESVVDCVQRVLQRTNISDPHNVAV
QRVWCWYLSTLLIVGARNSSEVKWGTTDVSEQARDVAVRCCQSVMDFGGAVSVTKRAIKSFEHALSQCDLSTGTFKFSVK
VLHSLSVLHILTLPRPLIDFAFALSRTSAVEANVDVPVAVGQFVEGTLPEYARALLQSALSGQPPSVIDALDEVLPPPSE
VETLDALMPWEGVLSNISTINFTPTSAGAVPATTSDTEGPSILTAFTAAFAQLLSLEVLLPCSLALNQTANLAWGTAATR
FNESLQEGLSLLQHNHLGTLTIQDEELLQLLCFGSALSSLQQDVQHACTQAVEAMRNVVGADSDDDVEIGEVDALSKLMY
LSVFRVNAGSAFAKGLDLAACKTALQRYKKVVLEEQRKWSEFVDTQLTAHAHTPRITRSVADDIREALRLCKKWIFTSLW
NELTLKRAIERHQNLLALAEELGMQDVLGELDVHDIVKTRGWYSSDFHVIPPEGKLFYVPGGRRLFEPGEWPDDSTLLGR
LPMVRDPVVSQYFTYQDECRLADLERKIRAKSDPRTQVDVCARRGEQVLQDLLVAAADVNAALSGLRSNGTKQLMKAMTR
LSPPDHLNLAANGIEPALARAAENQYTKAARVISDAAQAVESAAKGITQCQQMNGIMRDLHELQALTDSTTSLQTALPAM
QQQVDRLVKRYSTREPEQLCKGVCHMMTMTKDRLESFEALLKQADELHKNVLKECPSGSEAKQLVVTIANNQLSLQPLLV



ELSAESATMHSSGDDAGDEAEDEAAHCDPVAIPSSGSRLDLQFDACHFYGDACEPSKRQMVVRNTFDTHVQFRLELGGEH
EDDFKVAFGEAGTLSAGSSEAIEWTFEPTAEDQRIATCHIHWELLDETSRGVIEMRLVGECRPMTVEMTVNADTTRCQKL
PHDVFEPSVLTQNITLQSHVDKPRWVALNLVGGLRFAGTSQTTKQVHLDARGQTTLTADFKPRPHITPGVYDAQVELYLH
PSKAQLCGVIPLQFEIVAPKANFKLLWKDKEVDINKRVTLRGNQVGHPYRLVLRVENTGTARLKCNRANHKDVSFPVPVQ
DVVPGGSLEIPFTVGPDGGILRRLRDLVSKPSNAASIGMSLNDPAQPTLNLEFKLQYSTPQLQLEKPVNLHQLSFDYDEA
QTEYRHTLLVTIRNEGNSLGVIESVASCDRSVLAALPDGEDVEVQASKSANMQLNVTTKKPLSRQVTLTLRTNSTVTPAL
NVKLQLVFNFPQLQIHSPMTFEGFVSGTAVFSKILTNIGSRTLTGTATLEDGEGMGLQLRAKGGEPATLFGPSAPTADQV
VVAKPADKASFITRVEVYPKSFIIESGKTRTLKIAIKGKDKPNARQFAEAVLLRLKTNEPKHLGPRHVGVVVSPRPQVHV
PRLPFSINPSRTRESLVKQSFVAAFQGRDDSTPAKGVDEFLGFKGLPSSPGELRQLLAQDEFGVLRFDLLTAITNERSAA
KDDIMPVVDGFVLGLSACGVPASIGRELETAITSKKSFARALLQLADHFDDVDTRSLADAVEQVEGTGPRPLPAGAFFTL
VHATASMLGVTALYPTQPVTSFAHVRDLFDRITANETAQAQEEQDASASSRQLFEALARLSIHTPGMLSETITTWKVEQS
ASQGGNSRSLVSIVTSAEATGATGWRLALSIMNRCTAGAGRLGHKFVDKFVRWAEDPTNTPPDFILPHAGGYASRKDIGD
AIMRAIPEQRDLADEQVLSLARNLYLCKAKKSKLSDEQRHFLNELEHKSSEAMKVLDTAMKKQNPRWQNIQDGFFKGVAH
TLVSPFTGSPSTIQLLDTMFSRLKDKAPSPTNTALRPLKSVAASASALKTNWARMFALFVVLDTMSNSAPVLNISLSQAL
DRHIQHHPLLCLRMVLQANTKSQKKSNDVDRLCDALVRVKATGAREHAALFCLLELGFQPSESGGPRTLQECLEQRKLAA
KLAQLLPECFGSSRSEHLKEIAARLESGDDSFNGVARHIEAGDFAAAIDELPLPKTPTLKLLLTSLRASKRAKLDPQLLR
SPDDTIALVEQLVDLMSDPEPMQTLKKPSAVQYLGVLAHVVHRLHRSVDEDVESDGVTGEDDIPSSLVCPITQDLFDDPV
MLHGNTYSRAEITKWLEEYGTDPLTRQPSSVDDLMPNRAIRDAVEEYELKRAATGSWREESVRGEWVEAICRELDHVQSW
AREQAAQTQADAKEDEEGEEGDGAPPLRTTSDASGSTSARPATTPAVSGSGRAWDDGGGDDGDSEGTTCVATTCVFCAAG
ESGLNIAELSAAPTSFSHHGPSGSTHSRPSESHDDFDAGPLVACADALMAAQQRVFEHMSTTSIIAYRTKAVAVLSSFET
AMAAVADTTPATVCEAIVRSGLQLIVSARSMLHILERVRTDALVLTEEECVAVMEAVSAALFYGFGAALPEALQHRLHKI
QRLLQLEGVQANLRHTQFKWLKDEDACSVEEEEGSDSTPSTPQPRHRRRKHGDIDLQHSQSETSLGHVGTAYETGLGNTN
EDEDDDEDDDIVGDNTTASQAASLYGFNPDDAVDRMSISLSKLIFDKGATPGDSDGDHGPSGDGGGSRPGAHVPRPEHAD
GVRISSSMLANAVIKTSTSTSSSSDRKRMVTCKVKLTKEDIMAATKQFQHRLGSGEVRFRPAALSADREVGDVTTVKDID
FKDGFSFQESLFGRLCRAHHMNILSLQQKVLDLLMQTHVRGVEVHLEVAILVDNSLSMQGGCGNQARQTLVVLLEALRRL
ELKTAVLSFAGKGQERWLKKFEHAMSCEKGEEVLLRLNFNQFGTAIADAMHCARAHLAERRRTRAASGKAVYPQTMVVIT
DGLSSQLKAEGQAHSAFSQVLSKATSEGVKVVGIEMNSSTTIGGSDLRGLAKHGLGWTQPNLESMSVEVPNVLYRVLEEQ
LRQYRGVASRQSPFDGNRVHLGVNGRNSAFELDLQKLASDRWIDTYKPGPYRPPNVCVQALGAPPQKCKAPMLRSDVLRK
MRVTHTTLRRAATPCEHPTQWYTDTLQKYGQQVNMVQDVLKQHLTKRASMRKKAGFTSGKSVNPAKLMQCKATQFTSTAY
WERYVPEGRPAYRFALAIDMSASTGDTPTSFFNAQSLVLLLEAFKRFGLHDTIVYGFGESACTLMKDRTEHVDATALSTI
VRTLATVGFAQQSTNVAAAIAAGVELLTEANDNDASVETSTLFVLTDDAPDPQHEAALRYAATLGIDVVQIVIGTVPMST
QRAFTRFIEVSSPLELPKALDMYFERMHLPQARSQTVPVRRGDFVLSDDEQKDVQDKVAAELAKDSPYREYLAENADEAE
VRLELTQGAAVTLEVEAVIVMDCTGSMGHWIDAAKAHATSMMKFVRDQAVSKFGRDVNVRLGFVAYRDYDFGTVSEQCPL
TRDLRHVDAFISRQVACSGRHRDVPEEVLTGLRAAVSMAWTPTAAVKLVVLVGDAPQHGPEFVHEKRDNHPNGPPAGYPD
HGKSHLQRAIEITDAMKDKNIELIFTHIRRQTAKFEAKLNELLDGKMKTVNLGNHPDSFASSVQEQMVLMLSELG*    
>Sros_PTSG_02736                                                                
MAYHHQQQQELKPCVDASWFVESVPERFMCPICHDVMVQPTQGPCQHEFGHQCIRAWIKDHPCCPVCRDPLTTSMLTPAR
LMRELVEELPLRCKFHNHGCQARITLASADAHLRDQCTVIECTMPECPEIVLREHLADHLKVCPHNPGAHAARMKTLEQQ
QQNMRVVLFENLRSGVVDPLVSVHKRLVQSQVRIRTFEQTLDEISIPRDDDVARSKRKELLRVLGQTEAAIDTLAKSISS
FKAHCPSNA*                                                                      
>Sros_PTSG_02966                                                                
MATPEAEDTRAFTCPITLELMTDPVVASDGNTYERAAIEDWMRRDKRSPLTQEMLRDELTPNRNLRDALEAYIRAAQQQG
SQRQGHRGDGDGDQEESGTRTPTPTSSTSPLTAGSAATASRVPLAMTPEQPSSLRTIRPKALALLDRLTDVSSGIDWSPP
QIVILGGENHGKSTTMERLLGLPIFPRDRELCTRVPIRVQLRRGVAQAPTITRREVQEGDSTTTPHDQRRTGGGSSAQGT
HRPQHFTVQQMLTQVRQHMKDILEQLNAEGAPGDEPHGVSLHHEIVVRLQGPTYPEMDLVDLPGLVETSATEPSMPEHTR
KLTSRYLSAHGDHSMFLVVLDACLAMNQARALSLIQEHNLLDSCMGVLTKCDLVRTESDDETVADVINEKLNPANRSHVP
MGYGWCLLASRSSPKFDPTAVRGAEYLQTLKTVQVNERKRFESNVDLEGVQPVWGIDYMCRRLCDKYTQYLYEHWTPQAI
ARLSTKLDALEEDVRALGIPFVKPPSPRQQQQQQQQQQQGEGGSTSGGDGASSGADGGGGGGGGGDDDDDADVSLPCFAP
HVDVMGAVELEGSLRAHLQRQLETKCEYHAVCEKWLLRALRPLRMALHVVGGSSNNNSAMFLDSFQSARRRVHERTATLQ
ASLETVAATLQGALDAPYHPVAEELVQTLQSSDVSAWRLQRFTALAQDMKRALAASLSTWTRACVSVVRAAQHWVVHCRQ
QVPTTQALASTSGSGSDGSQEPVNWFASFLALQDPQVTSMYNAVLSACTTAYDNTAVGLAMPTQIDITDATEKQRYVILV
TMKELQSAKHQLEALLATAPQPAA*                                                       
>Sros_PTSG_03452                                                                
MSLNCAISGAVPEHPVVSPKSGAVFERRVIEKHLRDNQTDPVSGDPLEVDELIDVKGGDVVQPRAPNATSIPSLLKTFQD
EWDAVMLESFELKKHVMELRQELTHSLYQHDASCRLIARLTRERDQARQALVALEQQAPQMAQQAAAPAEAPAAAEEQEG
PLPAEVVASIKATHKKLSKQRKKRFKAADFPAEENVNKYTCQKTHSGMHSSRSKAINDLAVHPTQPNIVLTAGQDKTALV
YDLNSEEILTTYKGHSKKVTACLLHPTQDVAITASADNTVHIWTTAGDTRHIIKAHKATVEALSLHPTMDYVLAADAKGV
WSFTDVLTGETLSTHKDEEAASGITCAQWHPDGTLFAVGTKKNTVRVWNINQHQMLQSFEGHAAPITAIAFSESGLHLAS
ASSDGVVKLWNLRTLECLNTLELDAGTKVNALCFDDTGRFLAIGGSDLRIVNVSKWETVATHQDHSSNINALAWTAGDPG
TLLSAGADNAICVYTV*                                                               
>Sros_PTSG_05009                                                                
MDGSDEQQQQRQQRQPEEEEQGPQDGGEAATHGQPAEPVARPANDIRAKRLARLARLQSTPPSKRAAQEDSATSETPITA



SKDEKTNTATAAATTTSMDTSNTSSNTSSGDNPFLSLTQDDAAPAKTGASQQASPAKLPKAMSPSRSSPASAAASNVLYE
YAHDFARTVLNVEYRDQGDLSIAQMRLSNSGSGAQPVPCPHLLQEFKDDTELDERKFVDAIIMAHLLADAPAAPKSIAYL
AQCFHRAAGRLRVLPPKSRLRRLAELTQELAASYANTILMLDEPMFPVDAETRDARKWVVQALLTKAELGPFLSAVVDVC
AQDDPAGIETIFLPVLSELCEIARQTRDIQQALPVLQAFQACCSLGTAHKGQPLPVAHALVMHANFLPDSETAAAVTNSP
IGVFLEPGVIPSEQPFPLLASRPRFSAASLFTVKDRRLPPSVVESTQSTLRTSLALYRQHLVQTCKGFLRTADGRQRFFA
FLKIACAVNAKRAQLGSQLAGANLMLFTNSDNVAMNLTVLMKQLSHKLVTFDAAKLKAKAIDFDIRMLAMEDAPNDTQKE
TRLKASEEETKKWFEDTRAELQASPLPEKTIMLSRQFFTTLHVLHIGFLPATARLNATYRSGRSRLAFIDRELAAARQRG
EQAAQLAAQLDTLIAERLAFEADVLNEALLGDLVEFYGFVAAWLLQVAGGNDTIPLPAEISPQWANMPEYFVYDVIEFFL
FVARSAPHLFTSTAATPYIMRFFVAFLLSSKHIPIAFERSKIVEILSSLLPDKAPNTSFLSSLLQTDLGMNHLGPALMRF
YVDAEEVDYYARPGVRYNLQLILKSMWQNPKSRDAIIASTQDDGFVRFVMLLINDTTLFFDEVFDCLVKIKNLKRRLAQA
EWTDEDQTREEAQQELPKLENQAKTLSMLAGETLHFFNNLSGAVVDPFLRTEVVGRLAGMLNSNIRWLFGPQASKMELDQ
LREYDFNPIEVLRQLVAIYLHCSRIPTRGPDNPDPKFISAVIEDARYDHSFLLKALATLERNSTAYDDVKHFRQLIQVAK
AAHEEMQTEEADLGDIPDEYLDPVMYTLMKDPVKLPSSQTIMDRSVIIQHLLSDPTDPFNRSPLSADDLVPVPELKAEID
EWLAAKKQAAKSQP*                                                                 
>Sros_PTSG_07026                                                                
MAPQLCVLLADVRSTDVEKQALIDKLLKEMAATLDLLNTHVHVRTTQAAEQTAVLSALQSLSDLITSIAKLVKCLSPPQG
TPRHATDALWELCMDALSAARDPQDQQATPLQWPKRGDDTVRMCQVPNSSAISIAIVFTQAEANQLLESATAAPEAVPEH
KQAFVRACKTGKFEAALRIVQSQPLQPPAPTSSETSHNDNEHGGFDTSAASTTTHEEDVISMASSPRSEQSPVQAAALAV
STASSASEGPRQADAPRAADDDDDDDGEDDEDGDDGDDGGNHTGTAPRDASGAASTGSPTLKLVSTWHKAHKAWARAKSK
AEQQRQEAKLVCALNTLSAANLSALSPAEMTKFSKGTSLRECTLELLLALLTANADLTGAATDNVALLSGRSQDLVSRIV
LHLLAHPVQGDGINIIPKPELHTQLVTSLVLVCFHDARLVDTKYHPTGQGCVDDIDAEQKALGPTKKVPVFDFTWDDGRV
DKLSFNTWPTQAELWGVTDPHLYQRFAGPQALSTIVATLHSEPLLQQCIRQVLRMCLTGRMTDNAIAHLIKTLGDQCVIT
AFTPEHLAAFAAVFDVSLWEALAEDVQYGEHALTPLPPPIVLPSLCRALRRVLEDDMVTWFSKLNDTSALATLLQALETH
LKTASDVVAACASQHCATEDTGSSSPLTVLDVNPQEEHASVSSAAHVEHRMTMRARRDSIDSVMSFSGDWEPVTVPPTQL
TATAVTAGSSLTATAITAGAENAQPDPELEGEMQHHVTAMCKLLLSRARVLISHFHHDRTNVVAVELVCSTMAEVLTQFG
NGLGWLLDSDASIPGLLSLLVLLLSIHHEPAERLLVAVAAHARPKLDALQHLIDSGERHLQNRLSLIQSLLVAAVRTDPD
QMRTATNVAVKLLRCTTPEKAPASYTVTCANAYIAVFGDPACSFEFIRASADAILEAITAANGLSAPVLAKHATLVVSLV
RAAGSSVVRQHWQHIVDTLVFDIDTIRNSPQDQALCWRRICRHSPSSGKRTAIISILLAHAVSKWTQLDEQKRKRGDALL
DTLRDVGQRYPRLLRLAARQLTAPIIAALAQSHHLSLEASPAFAFLLQLLRPHDASSLIADDVEDEDTSPNSQQHQHVSS
HDDDSNNDSDGDDAASAKLHDESTFKQTLRRAISTNDPQASTPSQASIVWKPPQHAEVVIGPRSDGGDSDHLCDTTESNE
WSVVPTERSVKYLQRIVSTLHTNDHLLLQGETGVGKTMLTLFAGHLANQVVLRFNGSSHSSVEDLFGSVTNDPTKPGHFG
LAPGPAILAYAFGYWLYIDEANLLKEELVQTLACLTEDRLSLAPFAKGLSILDCTSAYTGKPLPIIGGGGGGDDAVLVRK
HKNFRLIFAQNPRNSRYNREKHSLSVLSNFVSLDVTWGSTPSARRAEWEMIAASALRGALSKDMQEHKAPDELAHQLVEF
HVQATDPGMLKTLRDKEGEGEVYEQQHFMDLTVRELKRFASACREYVRCCKGLAVEGFDSHLRGFALMLSSIYGARFQCA
ASREVVSKLAFQHMQAAEYSPGDDVSSRIQTQAQEDSSEEASRFIFIDGIPLQRKVAAPEHDIVDIVHDKIMQCATHPDF
MLKYGCYDFVNHACVDRVRAMMRDKSVSLGHALLHAYVAPIRCVRARADLLADICKTLDATHAAEARRLRDVDPSTLPEP
DQYICPIVVTAELVTAVRECAVSFLLRTPLMICGPSGASKQVLVRFLSALTNISLTHLHLTKETEVQDFIGMAIPETDHA
TGDMNLRWHDGHLPRTMRNGGILVLDDILSLQSSVLERLNPVLEEKPTLVLSENNQVSPIPEDEISDFMRFVAIVEARNK
AMTPAFGNRFHMVYLNSPPQEPSTWLVAASRLLLGHEAGDEECPRDVCELTAKAHQAWCSSEERPSVRRFVLLFDAAFHL
TRGTTPHPLKNHAAAAVEEACELVLAQHSKTAEALKQQLADALPPNSVDYVEALLTSPQPDGGVTFVLDKDTTPRVYANA
NKVLRALKARVPVVFEGSQAVGKTATVTALVHWLTRKAILRKTNSDSTQATDYLSYWRPSKQGNFAFEEAEFVRTLRSGT
CFLNDEFNLANTSTLLSVFIPVLDSGCLALPTGEYVHRAPGFWLAACQNPVGFAGRKPLARKLADRVCVVPFENLTQDEL
TEIAAKRTRNAMSTDMLRKFAQLQVQMREHTALKQDPAVTVREVCRWTRRMQATPDSAPHAVANGIELLVGRSSRRKALV
TLVARVFDAQDETDSLYQMLCGATHTTGEFSLTCAVDGQVEIRHGFSATASVVIETQLNKSAVTPFLEAPCFKSKQFCLD
FYRLCKCYANKEPVLLIGPTSRKTLLVEMLAKVTGRALTTYCLGADSTAEELVGRVLPTTIGEQVKAIVQVVARIKTLRP
SVPMGLVSALRTVAELLASADLDVEDVTDWLGTAKPFLDDTNDHIQAMAALLCLKSNQSTSVDVSVDDESAVVSGAHDSS
SAGDNGAVEGDDDDDHDDDDDDDEEDNEDANWEEAPADFDSEEDDDDNEDANWEDAPADFDSEEDEDDASELDAVTVDSA
SGDATRAKVVAPATLGAVDAKRSPQDGDQDGHDMDIPWLRVKMLLYQLTRDLLEHFVSKVELAASPADQAEHELSTCFAL
LKVHVERLAKEDVQRPSDFQRPRFQFTDGPVTDTVRRGGMLHLRDLHRAPASAVETFNSLLELEPSLETSEYGNIDCPQS
FFFVASVTSDRRLFECGLSPALISRVTVIDVQPYSEIEFVDLASRGLGQGIVDQMSFLPQFLRDVFNAYGCFNTRLMQQV
VDFIHRHASRFKTLEATVLHAVAGLVAPWLGKDDVQSLNKVVQSQFGYTLEEVEEQPIVVIGDDDAAPEQVFEIQPGKHI
LEDVDLKASAGGLQATLGPFTLPANPSAGSMAARASLQLHPAPQTNYTLLSIVRVFSAGQSPLLLGPPASGKVSCARELA
RALGHDNVTLITFSRSSTSEDVIGRYHQDLNGSFQWQDGPFVRALRAGQFIVLKDVHLINNELAVDIARHLSRGRQDPHG
NAEGNNTPLRSQAAASAKLPPLVCATAPALEKVPDHLQIAFVPLTVEPILPDGAGPKTVSPLVQHILRNVGVAGSSPQGE
TVFDTVAKTLCKLMQLRNDDTTDMVDAFPLWSLREIEKVAAVFQPFFETLKCAQSVRGEGSFSSTSSEGNDDGSTTRVQG
DDANGGDRGNDNDGDEGDGDDDDDNTNDASVSASHTTHGSSTTVGHQVDEARANVDFLARRVMFQTINLVFLAGLAPKAK
ELASSVVLDAFRDVASTAEEEQVLVDTTLSHCLRIGSVFFARRQTVAELPRNDARQAISSEFVLTPRHALLLQDMALVLQ
AHRSLIVCGPTACGKTQLLRWFAKAVNAPMVELHMKRAVELGDVMGQLRAEMGLLRLQRLTQAVLFSLCGVVVSLASIAV
SDWEEDRAKMHAKFLIFSVASLARSMHKFLTQLNECVSPEQKLAVSDSLQASVAEAKQNLGSVQQQLSQARDRSIRSASL
DTSALQVAASDFLTCVDPLLVRLDDLCFDAAEGPLLQAARNGWWLVLNDVNFCPHDFLLQLQEFMENDISLAGLTGRSAA
DSPTVSPHFRIILAYDPHRPGVLPLPPSVKQRCVELMMPAMDSPENKDTFHFILTEWMEQVGCKCPVHAARVFAAAHFAA
RDALPPAEADGPFAVTFRTAVRAKRVLQRIMQGTDAAASATSLAFVLRQTYANPNFGSESVTDATLQAWNAAKPNTDSPQ



FKLSADQVLQDMRTRMRAIVRHVAAVILRQDGNIAENVKDICIWALGKACFHAGVGAEALPEESMPTSAELFMGTFSGSD
LSAVQHVLETTAQELSQAQVTAALRSLQRSLTRIPQAASLESSVKWMKHLAAWKHVVECVEIACRPLQQGGQLNDVASAC
CRLRGGLRTYSAAFSEMFGERAAGKDLLSRFNHLLHVAEDAMTSVPVDAQSRLRFFISQVEAVIRASFVPLRMQDHVLFR
MLAQAPALKGLMGQLMSFLPKAAVQLTTACVCTRNELPFSSLECEQDADGVMELVNNAQLNGLRETATHAATRQPLLHDD
FAKKASKLLKESRELQDVHDDEVHASNELQTSLHNTLPEDAPEHVKDFFRLHENSSPDNEPPSECAQTYPDLCRQRSRVL
TLRSKLTSLQDRVKEAYGYVNNTVTVYGSQLKWLIPEAPLTDAQDAVLRGAARHYAPNARVQDAWHVFKHATVQSPQHAL
VVLLKDDDKWKSGLRQQNAHLKNKLSSMGSAPLVVVVVAAADLSEMTVSVEEPKTTVVHLEDRDITVEIYRVRRSDQGDV
NTHHNLEHLLVTVLGSDDDGSTYDFCQHVQAFKQRRQALTGSPSLSTALGCELFDHCTWQRAVISKAHAVAHVLSLMGRT
PDREEWMNRLDLFLVSLERLKAELKDMPDTTAQVNTAVASMWASEHVDNRERIGLHSTLQLRAHNPVASLIVSLVPCKLA
EKLRTAFALTRVRELFLTFTRASESRIHPTVLSLLAIWNRDSPSKEEVCRQLSLVRSAAMSHVPQLSHGINSLLDLLEQP
IGSQSTRQELQDVLHELISIQEQLPVPLDELDTDIAQLQEVINDLAEERAAAALEVWRKKPKDWHRKLSHRDDKKRRDVE
DLLHLPPLRHTSQHGLVKQLNDIHSNVNIYLRAARECSELRTKLARTVSGFSANNMIGIVDGISARCHDGLHALQSLQNS
YDLLLHCRDVPLQELPHVLKAMQRIAHETYDMQVPDASWFVLSKQELLLGIVPGAWSLFATEHTQGSHDESIDAPEQRAH
LEKYGQDKYFSAAQHLLNITPTTTMEEVVSQAREAIKALFLQTQEELKRAEVESATGHDDDPFSLVVKHLQESHQAVAAS
TESFLQFEWLMLLKANSKSYARIADVQRRLRILEVQQQALQHTRSAPSTDHSAEPTPICTIRPAESIVDMITRVATALDL
RDSNNATVANVWCNYVAALMHASAVGDSSFAWIDPTVTDDECVRMVVAKTRKRLRTLTAQLQRGTFCDDEQVHRRHMIEA
YEGVLSHFDSQTGQFTFSLSLLHSASALHLLTVDPKLLQFALSVEAMPSRWAFGVDDSFVGCVVQRVEHDSDVEEEPEDQ
VNMAEARPNGQDQQQDSALEGSVDLSGEAGAHSEGATEGDEQDDEDEDTLAHDRGHVPVGAFVSTLPPLARSLLRVLVSS
LTTSSVASRFRKLVLATGPPCLSLMDRVASWQTRLSDLLPGIAEASQRAALEAFTHCFSERLRLDVVLPHLIDVQALLQP
ALYGDEAYATSTRFAESFDRAILITLQHHVASLTTFSTPALRLLCAGSAFTLLVSEIRQVCASVKRFLQSQQVDVTGDGP
QADATDILMRLVYLGFFRVKPPQLSSVLEEGVDTLQADFDAALKQQQEKWAMFVQDIRSLQLRLTPTEKVRRKLFRAFEL
VKLNIKTDLRQCGATHDLDEVLRHHRNVKGLARQLGADDMMDSLAQHAIVLIKVTSWTATGHKHEFEEWQLVSPAGIDLN
IDGRTQHFQPHELRSVHGCRVKVGLPRYTTTASSGIFGPSDLVELKAMQEELSRLTPERQLAVCSRQIESILSEVEDRSS
AFFQEFGLCKGQQLIEDLEALKLPETVTLPHRSLSPELLDRVQSIYGDMRASLKAVVRNMRATLKELLMKKLIMDACTHL
SSVHDLIDDETEFPATKAATKATAIIANYSTSHLPCKDVVAEVLNGVQERAESMNGLLKEVLDLRSEMECADCDARELVL
TGSAVQRLSEPLMVCLSTFDNEVQVDDGDSRDGGTAPAEGATSGAPEESTAQAMNNVLELRFATQHFYGEAGQPSTRQML
LQNTFEQPVNFSFEVDGEHAGDFTHAFGSGGTVMGNKSESVAWTFAPQESGTRNATCRLKWSLLDDTERGEVTVLLCGHC
QTMTVDVTVQAHKVCCAKQGAHTFDPPVLRQSVTVKSCVTKAQWAALELEGGLAFEDGRKAKRFFLNGNAKVKQALQWRP
AAFMEAAVYRTAVWAYLHPQHKQLCAVIPLEFEVAAPSLAYELLWDGKSFKAGHLDVFGQQYGDVYELRLRLENVGTAPL
KLQRHREENARCYLAQRTLQPGASVVARVQVGTDLLVKKKAVLSLTTNDPHLPCLKYDFLIKDETPDLYLAQSKNKHQSL
SFEYKADEAEYSSELKFLVKNQGTAAGYVTGITCSAQGVQLTPLSGTVFVPLGNYTVSVRAQLLLTSAESRTLDVQLHTS
SKVTPVLNAQVKVTFSFAQLQISRPVWFLGFLEEALHTGMTLTNIGSRDLEFEVSLDKDLPLNSNLKKVPGEPQLLDGPT
RNQTLCIGSPGAHGVLDRVEVFPKKQLKKIAPGEIVKLSLALKMKDENWNQHDTFAQAVVLRLKTNEPKHLPTRRIALIV
SPRPNVARPLPFPIQPATGRSVPYVNQGFAAAFAGVPQHQAPRTVDEFLGTTAMPTTAEELRPLLTADAHGVLKYELLLN
RTPTPSYFITSVVEGFRLGLCAAGMPARIAAAFKDVTSRNLTDQAVSRFSEVLLQLIERGATAKTVTNKDAKLKLERALR
SCCRTSVCADLSIQSFLDLVHGLSDLFDMVALYPRTSVSSVQELSMFFSHVMAALAKQGSEGDSSDRHALDLLVRIAALP
EVKEDELAHVLAQWRVESNTLAKHLKHVREGVSVLAGEHINRMTPWQAVLTVVDAAAADGELDSDFKETFARWATEPTAG
APTFLLWDVPQIQARKHIFFQRNASEFLEQHLPHGCGDLEATSIVPLAQFLWQCKYRVSARSNKQRRFLEFVINKSQHVF
DHLTRCLKSLDVEADGEEEEEEVFSPKAHAPSDKPLEDYIDQVIHSVQQALHDGTHRSKSSKLVPLRTVLPAALEHRTNW
MRMLAIFALTDALRSSKKRKKGVLPVASTFLQELTSAMRQHPLLCVRYVVTLNCEGKSLRPDHLTHLRTTLDTITRGGGT
DMGVDVHGIIALVSIGYVAGGQAQSKKKKRQFWKKLRRPRPRRAVFGRTLKADVSPYMSFLQAFIPKRLSTRLAHVPLGE
LIVRSQDDGLIPTLLTTIQKDNFVAAFEMLPLESTRVHRLCFAALQATQTTTLDHEHLLRSDKSPDTHHARRHCIKDILA
LIRARVAWRNGKPEDVVQRLHLLAQILHAIIQRVPARTSSDGEGDDDDNVIDVHVPRYLQCPITLDVYDDPVVVKGHTFS
RVPVTQWIVECGTHPLTKEQVSMKDIEPNYSIRDAIEEFNRNRQHLKGWEDSDLRQQWTSAICEKLTDASKCTHVPEPTD
NIFNDGTKVSTSEHMVGDQSVVVVSTSTSASSNTNGEDDAGNSVADATESESQTTPSSEMRSPQAQVVKRWMWAGGHDGL
TCFSSPAEPEHVHVQPPRLRHRSSSHASLSFSTSSLDSAVRGLHEVEQELWCTMLLTSVLQMRTRLKAAVSEFVSVMHDV
PEMAPEAICGDVLKAGLRLLVLARGLLLVLEKVRPDALLLIEAECNSAIETVSNVLFFSVTAALPESTVVAIQEWQRLLS
LNGMHSKKQATLFPWLEHTDASQDDALSLHSHHGTVSATVSPTRRKFDLIDADAISTPLAPDAAADTNEASATDTSQHDN
VDELTSSDVLFAANADTSQPFQSTVESALGSLVLGLDQFELVDGTHDPHRHHPRAKPPDATTPPTSGGGGGDGDGKGLKL
KVVTTPQDARTDTTQRAVRRSVKISNANLEAAAEFQRQLGRDVQFRPSKLGNGKTHDQVLVAGAVDFDRFSFLSSLYGRL
CLAQPKSILSLQQQVLDLGMRTCARGFRMQLEVVVLMDNSISMRGACGNYAKQTLAVLLEGLRRLEQDTAVLSFAGTNKE
RWLKTFDQPMTCAKGEEILLRLRFNQLGTRTADAMQCALEHLSQRRQNRGGGSRTLYPQLMVLVTDGLSSQLTSYGYGDS
AFLEVLRKATDSAVKVVAIEMGTSSGEDAETAHLERGQLRRYKANGLAWHALTPANLETMSTDVPKLLCDEVNDIMSNNL
KGTRTGRTGTNGSAFDGKAFNVPGHAPASAFDLTLEALTSSVWMDSHPLPKTYNKPQVRVDALARLPLMCASPVLKTASV
RQLRTQHTTHRRTATPCEHSTQWCTGVLRAYGQQLYMLDDVLKQHLVKRISLRKKAGFTSGKSVNPAKLMQCKATQFTST
AYWERYVPEGRPAYRFALAIDMSASTGDTPTSFFNAQSLVLLLEAFKRFGLHDTIVYGFGESACTLMKDRTEHVDATALS
TIVRTLATVGFVQQSTNVAAAIAAGVELLTEANDNDASVETSTLFVLTDDAPDPQHEAALRYAAALGIDVVQIVIGTVPT
STQRAFTRFIEVSSPLELPKALDMYFERMHLPQTRGEEADVGKHNFAMLPDERKQVLEKVDKLLAEGSSFHTYVRSRVED
ETVQAEMLAYDEAPVLEIEVVIVMDCTGTMRQWMRAARDHVQEMVRFVRDQAEKTYTGEAKVRLGFVAYRDYDCREVTQQ
CDLTEDIDKVTAFIARQKATGGKDKAEEVLSGLRAAASMKWTVNPSAMKMVVVVADAPQHGPEFVDPRVWEPKWDAYPDG
PPRGRPDHGKSHWDRAVEITQALKANDVRVVFTQINHFTQVFEEKLTGLMADKMQVIHLGENPAEFANSIQNEMVVMLSE
LL*                                                                             



>Cowc_CAOG_00206                                                                
MPPSKSKKNGSTSDDSDDFGIFAVAGIALAAGALIGAGLKAVYDSVTAAPEPAHQSQHALSEVLEAFNCPITQEVMSDPV
STPYGHCFERDAIERWLQTHKTCPMTKKPLTQAQLFPNYTVKAAIESALASSTSSSLPCSSSASASGAERVPRVADDAVQ
VTLAPEALRAGLRCLDPDTVRALCTGANWNPAMAESVFLLLDALPTSNQSVPFAVTNRGTVPLVLVAQRHRPFASSNVHD
DDGRETGRLTLAPQQSARLAISSTWRLNVQLPTQDGLPKTVLLAVDEAAALDGSPSSLPMVE*                 
>Cowc_CAOG_02321                                                                
MSVIYFKFKTRTDSSTVKFDGVGITLLELKRAIITQSKLGQNEDLEVIDAQTKQAYTNESALVARNTSVEVKRIPATTQR
NWYEIKPAVAAAAQAQSMKAAAAATASLHNPNATEDERIKAMSSLSGATFNAAALAAAANRPLAASEMGGHRPTFHAPGG
GVAGGPRFGARPGFRMPGPMDRPPETYVCNRCGYAGHFIQYCPTNGDPLYDQPKAKRATGIPKSFLQTTTVEANPGALLA
ADGTFVITTVNDDLFERQLAASAPSALPDDVPEELRCPICTQIMDNAVSVDCCSTTFCDSCIRNHISEHFHCFMCKQDVS
QDDVAPNQKLRRQIALFQAGKTVEVPVPPAPLATAPASAPAHPSVNAPTELDADFLAPMFSAPLPAPLPAQLAAPPAKAE
PLNASVPAERAEAPQPMAVEAKEVAESEVAVHSSDSVTAGDAASTSAPASPMADSDSRSPRSPRSPRSPRSPRSPCSPQQ
DGNDNDSPESPRGRSRSRSGSHSRSGSRSRSPAPNAESHPSYPAAAMQAFPPGFHPTPFMPMPVGFMPRPGGMPFPPPFM
VPPGFRPPPFGMPPPPGMVPGGPRYPGIPPWVAQQMRYQQQLQQKNQTRGTRGGDSEDRRRRRNDDEDGSDHPRKRERSS
SPEHRERDRHRSSSRDVERDDSEQRADRESHERSGRDEDGRRDSSRESRRTSSRDDRERSSSKDSRRERDGSESRRERDD
EDSSRNSKSDRSSSSSRRDSERDRDRSHSHRSDSSSSSSKDRTRSDNDSSSHGNSSSSSSSSRHDHDRALSSSDRHSSSK
DSSRHSSRDSGRDGRNRDRSSSKK*                                                       
>Cowc_CAOG_02783                                                                
MSEANKAKADAQRAEGNRHFMEERFDEAIRRYNEAMALDPDNAKLYTNRSLCYIKLKQWDEAASDARTAIRLDKSSVKAH
YYLGQGLIALGNDEEAGDVLKLATDLAVQQRLDYGDEIWSLCRKVKQRVWDKKESQRILQEISLSEYLRKLVLKDKEEQL
ASNPRNAAKITEQFEDKLSQVTDLFKQIDERRRRRMVPDYLVGKISCDLLVDPVITPSGITYERYCIEEHLRANGGYDPV
TRAKLKESQLVPNLALKDATEDFLRLNPWAYDW*                                              
>Cowc_CAOG_07253                                                                
MNSQSADEIRAKRLARMGQASQAQSTTPAASVSGTAPASPPPAASPAPAPSPVAPKPIQRVTSPAPSQASPMCTSPVRPT
TQSQAPETSLNPEWTHALLARVLEVSLQPCPAPLMYLDSLAAELLSESAPMQFTADMTERLLIERLAGFAGHPDQVLPFM
FRAFGVCDHEQRMLPRTGSSLRSELLANAQQLLISYTGIFLQYPDSLLQVSPSFQPQSLFDQFVQHMIRDSDTPHGMPAP
FLASFIARFEKEDISTVFHPILSAFSRAMRRCTLADVFQTYLGVLTELVGYKSICTAIVSHPDFLPEAANGREFESKALL
APFFALSAFPDAVAAPTSVAALLAPPEPVYTRFFADPTKQLSSDVQAAMASVRSGMRLVQEKLHTVMLQLLKPKDEREKV
LDFFSRAISINAKRAQMRASFQHHSTDGFCFNLVGVLLRLSDKFADPINPNMAKIDNGYLLHPDSRVHVGDETKIAAAAD
EVSRWIDQRNFARTQAFQQAQKKQLIDDSTKITEFNPPNFITECFYMTMAAHHIGVVATHHKLEPLFRNMQEIKTRLEQI
EGQRAQWQGTPQAAQYEQAVKKLKSMEEEIRSQQLAYETILADPDSLLHTLSFYSFVAQWLLKIVDPKNAGLPLPEALPQ
VFASLPEYFVEDIAEFLVFVTRMAPNVVDRISLDPLIRFIVTFIASVSYIRNPYLRAKLVEIITRLTPEFTGQRVNRFGQ
LIERHPLAIEHLTPSLIQFFADVENTGSHTQFYDKFNIRYNIAQIVKNLWTSPDHLAQLVKSSTTECFVRYINLLMTDVT
FLIDEAMAKLGEIRDIDHLRDNAAAWAATPQEERQSREAAFNAAENQVKSYLAFGKEMISMFMFLTQTVPEAFLLPEMID
RLAPMLDHNLVRMAGPDAQKLKVKNADKYGWNPRQFIVNLVQIFLNLAPKLPDQTIRQDFVRAMARDGRSFQPDILRNAV
DILSRHSLAQPDTIEHFASIVQLAEDTLAADKRTEVDLGEIPDEFLDGMLFSLMTDPVLLPASQVVVDRSTLRTHLISNG
EYDPYNRTPLTMEMAEPQTELKQRIEAFIASRKSGSQPMAE*                                      
>Mvib_comp8769_c1_seq1_fr5                                                      
PRLLVATGAGGARPGSLASLLLGETEPPSDFLCAITGELMTDPVVVANGNAYERDAILQWFRLGRTTDPLTNEVLAHCNV
IPCLALRRLIVQWKEEHEAMNLLRAEELQREGVAGRETDGGAYRERRGQEEEMNADVDAVGSEGGGDDDDD         
>Mvib_comp11353_c0_seq2_fr5                                                     
RSSSRKRAADSSSLLSPHPAL*IQRADAKLYTNRALCYFKLEKMDRVLEDCQLALDLDAKSVKASYMMGQALAELGREEE
GIARLKCAMDWESEQKLNFGTQIATAIGKAKRKLWNKREDERLAQRVDLQDFLANLIDDQSRRTGDTTELSQHKEALEKL
FAEADERRRRRTIPDSFLCKISYELMQDPVVTPSGISYERRFVLQHLSSVGSFDPVNRAPLQPSDLIPNLGLKSAIDDFI
ADNPWAEWE*YSFSLSYFVSFTLFFSLLLSLLYISQYITSPFVSNYYITT                              
>Mvib_comp13903_c0_seq1_fr5                                                     
APPLGPALTPSPVARDDPFAAQRFFAGNMSHRSAQSVEDTKRSVRNALQHVQDSLTDTIRSMVKKKPAREAVLAFLAETI
DRNRKRSQEYATFLVHATDGFFLNLQSVLFALCEPIYDPLAPKFDRIDAHYLIHPRSRLRSTTDDATKLAIVDATEAPHW
VDVRNQPRIQNFQNAMREQQLTVEGTSEHTGASADSCTGEGGATVESAPEVNFITEIFFLTSAMGHIGLIRSISRFEKIN
ERLQKTHREVERRRQSPSAHPSAAEELTQLEATLQGLTRQHVAFDTALLSDSLMDAALRYYSATAHWLVSIADPLNKGLP
LSRSVPASFASFPESILEDAVSFFLFIARWRPQQFQSCPMTDITRLIILFMNSEGYVKNPYLRAKLVEILYHLTPDAQQH
RSRSLSGSHSLLSFCEYDPLALSYMIPGLMRLYVDVENTGSHTQFFDKFSIRYHSAIVLRNLWQYPGHRDAMVHTSASNR
DLFCKFVNMLMNDTTFQLDESIECLMKINTLQKLMGNPMEWNSLSAEQKDEHTTDLNTQESRARSWLQFLPESMHLFTVL
TQTIQSAFLVPELIERLAAMLSQNLLTLAGPKSQQNIKVTNPEKYGFKPRDLLCALIDVFVNLCEADDYALSKAVAKVGP
HYDHSVFLHAVSLLTRFNMRPTPITQKMYSFIERVELTKLADQEEDEYLGDDIPEEFQDPLMSTIMQDPVLLPTSNNILD
RSTIVQCLMNDPIDPFNRKALSVKDLIPQTELKEKITQWLKEKREEMRKK*KIINEENERKSLFCNVYFVKKKKK     
>Mvib_comp13903_c0_seq2_fr5                                                     
APPLGPALTPSPVARDDPFAAQRFFAGNMSHRSAQSVEDTKRSVRNALQHVQDSLTDTIRSMVKKKPAREAVLAFLAETI
DRNRKRSQEYATFLVHATDGFFLNLQSVLFALCEPIYDPLAPKFDRIDAHYLIHPRSRLRSTTDDATKLAIVDATEAPHW
VDVRNQPRIQNFQNAMREQQLTVEGTSEHTGASADSCTGEGGATVESAPEVNFITEIFFLTSAMGHIGLIRSISRFEKIN
ERLQKTHREVERRRQSPSAHPSAAEELTQLEATLQGLTRQHVAFDTALLSDSLMDAALRYYSATAHWLVSIADPLNKGLP
LSRSVPASFASFPESILEDAVSFFLFIARWRPQQFQSCPMTDITRLIILFMNSEGYVKNPYLRAKLVEILYHLTPDAQQH



RSRSLSGSHSLLSFCEYDPLALSYMIPGLMRLYVDVENTGSHTQFFDKFSIRYHSAIVLRNLWQYPGHRDAMVHTSASNR
DLFCKFVNMLMNDTTFQLDESIECLMKINTLQKLMGNPMEWNSLSAEQKDEHTTDLNTQESRARSWLQFLPESMHLFTVL
TQTIQSAFLVPELIERLAAMLSQNLLTLAGPKSQQNIKVTNPEKYGFKPRDLLCALIDVFVNLCEADDYALSKAVAKVGP
HYDHSVFLHAVSLLTRFNMRPTPITQKMYSFIERVELTKLADQEEDEYLGDDIPEEFQDPLMSTIMQDPVLLPTSNNILD
RSTIVQCLMNDPIDPFNRKALSVKDLIPQTELKEKITQWLKEKREEMRKK*KIINEENERKSLFCKKKK           
>Mvib_comp132506_c0_seq1_fr5                                                    
KGDEEEDVELGEIPDEFLDPLMYTLMEDPVILPTSGQTVDRATITGYLLGEKRDPFNRKELVIGDVIPNVELKAQIEAFK
KEARAKARKAREMDQS*NGGDPCCTAKSKWNES                                               
>Mvib_comp11353_c0_seq1_fr6                                                     
FTERSMSDAESLRTLGNKRFAAGDYHDAIALYSRAIIQRADAKLYTNRALCYFKLEKMDRVLEDCQLALDLDAKSVKASY
MMGQALAELGREEEGIARLKCAMDWESEQKLNFGTQIATAIGKAKRKLWNKREDERLAQRVDLQDFLANLIDDQSRRTGD
TTELSQHKEALEKLFAEADERRRRRTIPDSFLCKISYELMQDPVVTPSGISYERRFVLQHLSSVGSFDPVNRAPLQPSDL
IPNLGLKSAIDDFIADNPWAEWE*YSFSLSYFVSFTLFFSLLLSLLYISQYITSPFVSNYYITT                
>Sarc_SARC_00158                                                                
MSATDKMEGITCPITHAIMADPVVDPEGNCYDRAAIEQWLESHGVSPITRTPMTIANLVPNRNIGINSKLYQDAIVEALN
MRTHPVVWPQLYDVREFILHSTSFNEVSTENETDGMMMDVAVHINTPNPTAQQMAVMPVDVVCVVDVSGSMAATSEVLTE
RGPTETHGLTLLDLVKHAITTIIYSLSADSRLAIVSFSTNAHCVLPLTVMDTEGTELALTKVGHMNAAGGTNLWAGLDSS
IHLVLTRADITRCASIMLLTEDFTLNHKYLSDPAIPLGCQINTFGFGYNVQSGLLRDLAEAGTGTYSFIPDSGMCGTVFI
NTLAKTMSTLAINCQLTVEVNRDIGT*                                                     
>Sarc_SARC_02773                                                                
MRTNDREPERGNNTNNNNRYKQKTDSARQGTSPAASVLWGALGAAVVLAGSAIYSAVAEDQENETRRMQSAHRVQTDERW
NRYKSQTNTSNGSDQSMSSEQKAARDKGIDDYTEEIESFCCPITTNVMRDPVNTPFGHSYEREAITRWVREHHTDPLTGQ
PLNVNQLSTAHSLRHAIEEYEARRPVSATASST*                                              
>Sarc_SARC_02925                                                                
MFKTKESYLTYMDPHVRRKRLAKLEASSSGRSASPVTPNVESSVVKAEPLVAKDESSEFKDAVVKAEPSVAKDKVAAVQP
APTVDAPSKPAQKAATAAPQMVKNAMHRDICIILNMKWTHVPLANPSGTAEDMSDLESELQKDRGLSDTDPLYLGKDDVD
KALLSRLSKPNAQKPFLYLLQCYSRAKNLSRRLAPSSALTPHLREMYNEAMVLIAGYSGMQLRYPDIFGGEQETGSTPAK
QLTQPLIFGDPDGGSGVPHGFMDALVARYKDEELDELLGPVLLEMVATLRSTDLNDNFISPLNALSMLLSNSDVMRMAVK
LPEWTPVATDALIFDAQAILTPLLNVSCLSTTPHDFKNTYFAEFVEQIVSDTASQGTMISLNLAKTTAAQAIKTAQQSAF
DIIRGILKLADCRIPVLQWVAQSLTHNVQRNRSHPAQDDKISGHGYFLNLCEVLMRLCDPFTSNPEVRFFPKVVNTYLNS
PDCRFKMAKEETRLCVNNEENLKYIKTLAETTGTSPTPPHFVCETFYMTMYAIHLGVMRAINEFGELNRQIKQLTGVLQD
FRAMPPPPSNNPLEAMQQKLGMEKLSMKLKILHSQSIGLQVALLNDDFLEHVLAFQRLQCTWLLKIMDPENKQLPLSAPS
EEWANLPEFVVTDVADFCVFLCKYKYPVLDNQENSVFVQFCLYVINSATHVANPYVRAKFVECLAYSSPTHHSDGRNTKL
FLTIERHPMAIKYLAPTLIRFWSEVESTGAHNQFYEKISIRHNISAILKALWDNAEHKQAVVAVSENQEVFVRFVNHLMN
DCMYMLDEALGVLGTIRDFEQLQLNRAKWEGMEQEEQEAKQSEFKEADRRAKSLVTFSNTLVNTLYYLTQAIPHPFLSDV
VVDRLAAMLNYNLVMIAGPKCQSLKVNNPGTYSFEPRKLLTELTGIYLNLFRANKPDQTNKFIGGLAKDGRSYSPEIFAR
AANILKRVGGVSSEDIVQFELISTLVQQCMESTQEDDDDLGEIPDEYLDPIMCTLMKDPVILPTSKNVCDRSIITTHLLT
EQKDPFNRMPLTEDMLQPDDSLREQIQAWIKTRKGNVDSQ*                                       
>Cfra_g516                                                                      
MESQRKTVKFECGGISSDDHKAFQSVESLREKKPAAAPEWALCPITQELLVHPVVCIDGHSYEKYAIRKWFESGKHTSPL
TNESLTHKTLVPNLALQKAIDDWLAQPENSSHRKVHGQISEESEETMDKVTYKFDNDDSVDDDDILDRPSIYRFSHLQRV
MKEGMEDPVIQCRGCEAFKLLGRFDDNRIIMGRQYAHLTVQQAMRMHRDSPIVSETACQALVNLALDTPANILSIWNDGV
ASDVYEAMKRYPTNSSLQQRCLKVFVNLSSLVQVAIELELMGLHRDCQSTMKRFRDDPDVQECALLCLSNIVAKMTSETK
WIMVSDDLRGDVLQAVDRHGDTYPNINRQAYGQDFEIDTILSGSNCVSDVSVGPSKIDSVIEFWRQSFN           
>Cfra_g3163                                                                     
MKTKRNSAMASEEQNDSQRPDFTQSTTEPAKSALWGALGMAAVLAGRSLYLSWAEEQEENHRQESPLNAAQTENRWNEYQ
NRNRAPEKTDENLKGDAMGEEINSFCCPITTEVMRDPVNTPYGHAYERAAIVRWVQENNTDPVTSKPLTVEQLTTAYSLR
RAIEEYIERKSSLNRGRNASAK                                                          
>Cfra_g6132                                                                     
MQASNMAERGLDTSIVSEFCCPITYDVMTDPVLDPEGNCYERTAIEQWIDVHGTSPITRTPLTKRSLVPNRNLKDLIERM
NTHERPSTTVTTVDPLVLEARNIIDDSVAVTTTVMTDNETDGLLADVLVNINTPNPAIDEMASMPLDVCCVVDISYSMSS
RADVQAEVGEELPHGLSLLDIVKHAISTVIHSLSPDSRLSIVAFSAEAQLVLPLTAMNEEGREKALKKLKPLKPTSYTNL
WAGLDMSLQLMKNRSDQSRFSTIMLLTDGVPTVEPPRGHVETLRHKYLSNPNEPMKCTINTFGFGYSIQSDLLLDLVYAL
MF                                                                              
>Contig35030_Abeoforma_whisleri_fr2                                             
RDGRSFNTTLFPMAQKILTRISEPTTKIEQFAAIGVCVQSSIDQSQLLEQELGDIPEEFMDPLMYTLMSDPVTLPTSGNV
IDRSTITTHLLSDMHDPFNRKPLTVDDLIPNDELKKKIDEWRKRS*ELQIREQRHLIINLT                   
>Contig55618_Abeoforma_whisleri_fr5                                             
FIKKKSYETKKNMVSPDIPQSFLCPLTLQIMKDPVMDGEGNSYEREAIEKWLDCKSHSPVTRNPLYKTNLVVNRSLKEAI
ESYLGNPSAMTPKSGEPIEIGTTTDDDFYKQTIEINSLVLDGDQNSSAGFQKQTIQLLTTINASVLENKAPLRKPRDICC
VVDISGSMGGEASIQNDNGDNESQGLSLLDVVKHALRTIVGVLGKEDRLALVSFHSVAAVEMELESMDEEGKRLALQTID
ELEPLECTNLWDGLKSGMDVLNKQSAGNRHSSSNRQQTLFLLTDGVPNITPPRGTEFMLSKYLDSNDCKFSVNTFGFGYN



LKSYLLSNIAILGGGSYSFIPDSGFVGTVFVNTLINSLVSVSDRCTLNLEVLDQNKLKIKETSNYMLSKDMSLTSWGAKI
NIGSLKYDQEKDVLVELEILDSSILDLDEPLITATLQFQNDVSEKNDDFSFDFSFGSDDNNADKVKAQYFRLKVVQGIVD
SIPHDDLKKSKDRQSLTTEKELLQSISDEIKESNIAKQENMIALRKDIDGQVLEALSQTKYYMKWGCHYLWSLARAHYQQ
ECNNFKDPGVQIYTSEFREKLITVADDIFISLPPPIPSRRACSYNSNTNGGSHAPVNMGNYYNSGGSCFTGESLVLMADG
TKKQCKNIVKDDVVQGGGKVVAVVEQRFKKNKQKLLVRLGSGLEITPYHPVRVNNSWEFPCKLAQVYQKECDVVYNFFLD
QVHTMVINDILCCTLGHGFTGDVIAHDYFGTQRIVEDFKVKFGQQFEEGLIRLSDEIIVWNRDANNQQISSISILESR*Y
F*KKI*FFRLYSNIDCQLLV*VS*LLCPKSFD*P*L*RYNKK*                                     
>Contig55619_Abeoforma_whisleri_fr5                                             
FIKKKSYETKKNMVSPDIPQSFLCPLTLQIMKDPVMDGEGNSYEREAIEKWLDCKSHSPVTRNPLYKTNLVVNRSLKEAI
ESYLGNPSAMTPKSGEPIEIGTTTDDDFYKQTIEINSLVLDGDQNSSAGFQKQTIQLLTTINASVLENKAPLRKPRDICC
VVDISGSMGGEASIQNDNGDNESQGLSLLDVVKHALRTIVGVLGKEDRLALVSFHSVAAVEMELESMDEEGKRLALQTID
ELEPLECTNLWDGLKSGMDVLNKQSAGNRHSSSNRQQTLFLLTDGVPNITPPRGTEFMLSKYLDSNDCKFSVNTFGFGYN
LKSYLLSNIAILGGGSYSFIPDSGFVGTVFVNTLINSLVSVSDRCTLNLEVLDQNKLKIKETSNYMLSKDMSLTSWGAKI
NIGSLKYDQEKDVLVELEILDSSILDLDEPLITATLQFQNDVSEKNDDFSFDFSFGSDDNNADKVKAQYFRLKVVQGIVD
SIPHDDLKKSKDRQSLTTEKELLQSISDEIKESNIAKQENMIALRKDIDGQVLEALSQTKYYMKWGCHYLWSLARAHYQQ
ECNNFKDPGVQIYTSEFREKLITVADDIFISLPPPIPSRRACSYNSNTNGGSHAPVNMGNYYNSGGSCFTGESLVLMADG
TKKQCKNIVKDDVVQGGGKVVAVVEQRFKVYKLINDDNDIE**ESTNNDYLY                            
>Contig13039_Abeoforma_whisleri_fr6                                             
NGCIWIDKNVYQYINYIIPIVMSDRNQKRQNSNANSSAVFALGAAVGVAAASFASWWWAEEQETPQQTHMNNNREEKLAK
YDKADYDSDAEVNIESFYCPISYTIMTDPVNSPYGHCFERSAIERWLSKKATCPLTQRPLTKSQLTPCYTLKACISEYIE
AHPSTPKFNYDDIDKK*KNNPCRLPKW*MKENRIPCCKKLERY*IDNIY*SWRL*ENCWNLSWPYYKLILEWFGSKINYR
R*PQCTWYEI*TAKYRHVI*LVKVE**RKSFLYGVVGTTEKKRL*NNMLFVFERIHYCTQRKNYKITRNQ*NK*DAG   
>Contig64845_Abeoforma_whisleri_fr6                                             
KR*CIVRPYMISVRRDHSVTCHIKCRSLFHCGLYRTPP*ETLKFLDD*SEKDTVCYTWFLICQLKRTTTTSFRLCP*E*E
*RQD*EHR*Y****SQS*LDL*K*TAENKPTR*TKHPSTRLYLNMDIPIDFCVIPLCSSVHSNCTFMDEYPPSNLIASDR
LKKKGFIASHFVKPPVYLVFDFACPVNISSIKLNIKTGRHLVKGLNLSTASSKITEKERNVEPDITSKSYLNKFKTLQSI
QTEQEKISIVQKEALRDENDSSLVLINNSYALNHVSYLKMCIFKVGSSGVVGLRSIHVMGVPSSRATDVERNIYKEVSTS
PTRHENTNVQLFHPIMNDVSSSIFASNSSIHVATNPCHKGIDTKKRGAALAPESRKRKKIEIPDSFLDPITCLLMEDPLF
LPSGHVVDRRTNILLFLSLLLYYYY                                                       
>Contig64846_Abeoforma_whisleri_fr6                                             
KR*CIVRPYMISVRRDHSVTCHIKCRSLFHCGLYRTPP*ETLKFLDD*SEKDTVCYTWFLICQLKRTTTTSFRLCP*E*E
*RQD*EHR*Y****SQS*LDL*K*TAENKPTR*TKHPSTRLYLNMDIPIDFCVIPLCSSVHSNCTFMDEYPPSNLIASDR
LKKKGFIASHFVKPPVYLVFDFACPVNISSIKLNIKTGRHLVKGLNLSTASSKITEKERNVEPDITSKSYLNKFKTLQSI
QTEQEKISIVQKEALRDENDSSLVLINNSYALNHVSYLKMCIFKVGSSGVVGLRSIHVMGVPSSRATDVERNIYKEVSTS
PTRHENTNVQLFHPIMNDVSSSIFASNSSIHVATNPCHKGIDTKKRGAALAPESRKRKKIEIPDSFLDPITCLLMEDPLF
LPSGHVVDRRTIECHFKYS                                                             
>Contig3459_Pirum_gemmata_fr1                                                   
*******KSVITMITNIPSSFICPLTLNVMENPYIDPEGNSYEKTAIENWLKTSSTSPMTRKPLNINSLVPNRSLKEAIE
NFTKDSTSSHQQQQQQ                                                                
>Contig71043_Pirum_gemmata_fr1                                                  
RRYQMHHAINEHHSSDGFLINLGIILLKLCQPFMNEKSDKFFSKMSDSYFCSRACRVDLEKETCIIGSETERAEYFEQLP
ENEPHPHFITECFGLTAYCLHLGLIRTCASYNQLIKDIRETQNTFKRIQEQLASSSAMASQREEMIKERLKTRLESCVSR
KYAYDVQLLDDNLITKVLSFYSLMCQWLVKLMDPENTGVSDEPSTVFKFLPEFCIENMIDYLLFLCRYNVKALTYNRITL
EQIITTLVLLTGASSHVKNPHLRSKMAEVFFMMTSGVQQVETPFNEIVENNKVILKHMVNFLVKFYVEIEITGSSNQFYE
KFEVRFHLAIVLNLLWGIPAHRERMKECSKSELFVKFVNLLMNDTTYLLDESLTKLHAIRDTQKEMQDSDVWTRLSNNER
QEREQTLVQNTRHCKTYLTLATETVSMFHYLTNEIVGPFLRPELVDRLATMLNFNLKKLVGPECQNLKVNDMEKMNFHPK
KLLTELTDIYLQLLKGDKSNSIEHPFLQAIGNDGRSYSDKLFPMAETILRKIGQPEEKIKAFHAIGKLVTEYLVESQKNE
EILGEIPDEFLDPLMYTLMSDPVLLPTSGTIIDRSTIITHLLSDACDPFNRKALSVEDLIPETELKERILAWKKKGHENQ
K*KRKINK*NKL*IKNKTREIWEKPSNR                                                    
>Contig37568_Pirum_gemmata_fr2                                                  
TTTTTTTRMTSSNNKRFRFETEIPDEYIDPITFNIMSDPVILPSGHVIDRHTIEVHMRYSKSDPYTGLFLDISTDLVSNH
NLKLRIDSFKLRNKKNSALWQSFDNCSGINYKTPANSR                                          
>Contig70468_Pirum_gemmata_fr4                                                  
**YK*IHCNNTKNNNYNIIISHKMSDRDRKNAGNSSAGAMAAGALIGAAVVGIGSMLYSMFSEEEEAARLETHRSHQEEL
KKGSKHYKDLDDADAEGIDSFYCPISHKLMSDPVITPMGHCFERKAIESWLDRKEICPLTNKPLKKRDLVPCLTLRNSIL
EYLELQKIEKN*FVVIK***W*LLYF*YYSLFTFNLLLAYFNDKR*HKKNKRNFIF*YIQQKKVLL*V*SCKRVHSMYDT
GNCIKENNNEEQKENKDDCNEQNHKESEWRQTKDVYKDKNQDVGLNNKIFKTNNFFSWLQDEEVEKSN*SDNLSVSPIFS
HKRSKPSASPTKSPDKKRFGRSDLEEVMLFVFVDVIFVDVICFVDVICF                               
>Apar_comp21839_c0_seq1_fr4                                                     
EGKVLLSLYIICTPF*ARSVHTLYTHTHA*Y*YPLQGV**VNGLLCRCGSRAIRTRIIEVAGQVACFHPLPPQIYYKLEH
TQNKASIVFPPPAIMSNNNRRNESHVGAAVGIGVALGAVLTLGISALVDYFNTPQELQTYSTGPPQARPVDKETKLVSDY
EDEVPIASFYCPITHELMVDPVQTPYGHCYERSAIVRHVEMRGTDPLTNQGLRVEDLRPSINLRNAIQEYIETQRRVESK



M*YAHVRFIHLFGYLFVDL*LFIYSHVHEVIVRSNFKPFGYSWFFLRQTNRHCMFRFSLHSSSSKRDRIDHI*RRGSNRS
ICAECMCKCVRAACN*FQLRAFNLL*LLL*EIYNNDHHQARVCPINFICLFLNRIGFFR*LIHGSWCIIAPTSPLDSCIT
LHHK*YI*RLPIPVQP*CPVSV*ARLFFMFTCVMNFTHFLYTYG*SVRAGFDLNQQ*IPRKKAIF               
>Apar_comp22757_c0_seq2_fr4                                                     
T*QYIDVATKLAVC*WEPHTQEAVAKTYFDKPTERTQRDVEAAQESLRRTLGPLQTFQYQIVRALLAVPEAREPVLQFVG
RALSLNKKRPQLHRARNVRVGTNGFLINLTKTLLSLSDPFMGHNSNKLFSKMENPDYFNSPFSRVPIETETRMRATEPEA
LEYMKQLAANAGSQAKPHFMVECFFLTMYALHVGFIRSCQSYEDIHKELREMQKYYKELKDSQPLWSQNPAEKVRNEIML
ERLKTGIELMIRNKFAYDIQMLDQKLLEHIVRFYQLTASWLTNVIDPQKKGLPLSPPSQSFVMLPELILEDMGQFFLYLT
RFLFRTLESTRLEEVVELMVELISSPDHIKNPYLRANFVEVMYMMTPEVQGTNTQFMWAVEHNRLAVQYLVPALRNFWSE
VQSTGAHTQFYDKFNIRYHIAIILKQLWSYPEHKQRMIEESKNTEQFVKFVNHLMIDTTYLLDESLTHLATLRDIEQLKR
RTDEWNALTPQEKQDKEKEYATSSRICKSLHMLAIETVFMFHYLSEVIIDPFLRPELVDRLAASMDYHLVQLAGPQCQNL
KVEDPDKYKFNPKMLLNNLTDIYLHLVFPRGRPAPTPDHPLIQAIAKDGRSNKKDVFMNAVRILRRTGVKSEDRIVLFER
MIDLVEQCISAGKVEEEELGDIPDEFLDPLMCTLMTDPVRLPTSNNVCDRKIIETHLLTDSFDPFNRQRLTPEMLVPDTE
LKAKIDAWLASRRHH*TTTKCRGSFNGCVGKVNGLLEEGMETDGLDNDLFISEISVNPL*PWCSINCT*CSAVMFHAFHS
LPFVH*LYWAYRRPGVHRVTLAQISSH*NWNLRTYSEWALLLRILFTFITEWEAVMVVVMLLRLCDCLRERRV       
>Apar_comp587244_c0_seq1_fr4                                                    
RLAARVDQVDAAYKADEEEDVELGEIPDEFLDPLMYTLMEDPVILPTSGQTVDRATITGYLLGEKRDPFNRKELVIGDVI
PNVELKAQIEAFK                                                                   
>Apar_comp20736_c2_seq1_fr5                                                     
HTHTHTQEFICPITHELMRTPAITPAGTTYEYEAVALWVHMKHTDPQAKTPITIGHLFPNLALRSLIAKWVAEQLQAEAL
ANQKKDKLPNEESVGDGCKLGLDGMTEDIVRV*LTWRSGIFSECFHEIMCCVGYLWLMVTAFIRAHTHTH          
>Apar_comp22757_c0_seq3_fr5                                                     
SGTANSACGQTFQYQIVRALLAVPEAREPVLQFVGRALSLNKKRPQLHRARNVRVGTNGFLINLTKTLLSLSDPFMGHNS
NKLFSKMENPDYFNSPFSRVPIETETRMRATEPEALEYMKQLAANAGSQAKPHFMVECFFLTMYALHVGFIRSCQSYEDI
HKELREMQKYYKELKDSQPLWSQNPAEKVRNEIMLERLKTGIELMIRNKFAYDIQMLDQKLLEHIVRFYQLTASWLTNVI
DPQKKGLPLSPPSQSFVMLPELILEDMGQFFLYLTRFLFRTLESTRLEEVVELMVELISSPDHIKNPYLRANFVEVMYMM
TPEVQGTNTQFMWAVEHNRLAVQYLVPALRNFWSEVQSTGAHTQFYDKFNIRYHIAIILKQLWSYPEHKQRMIEESKNTE
QFVKFVNHLMIDTTYLLDESLTHLATLRDIEQLKRRTDEWNALTPQEKQDKEKEYATSSRICKSLHMLAIETVFMFHYLS
EVIIDPFLRPELVDRLAASMDYHLVQLAGPQCQNLKVEDPDKYKFNPKMLLNNLTDIYLHLVFPRGRPAPTPDHPLIQAI
AKDGRSNKKDVFMNAVRILRRTGVKSEDRIVLFERMIDLVEQCISAGKVEEEELGDIPDEFLDPLMCTLMTDPVRLPTSN
NVCDRKIIETHLLTDSFDPFNRQRLTPEMLVPDTELKAKIDAWLASRRHH*TTTKCRGSFNGCVGKVNGLLEEGMETDGL
DNDLFISEISVNPL*PWCSINCT*CSAVMFHAFHSLPFVH*LYWAYRRPGVHRVTLAQISSH*NWNLRTYSEWALLLRIL
FTFITEWEAVMVVVMLLRLCDCLRERRV                                                    
>Apar_comp13846_c1_seq1_fr6                                                     
PQNSPANPPPHTTPTNTLARDSLHVDRRKRARVEAEWVKEQLTAFEDPITCEMMTEPMILPSGVALDRKTIERHLSSTPT
DPYTGRPISIKDCVAHVALKARIDAFLLEYSNHPLLRQELGGTSECFAPFQSVGRTIRDSIGSN                
>Apar_comp22757_c0_seq1_fr6                                                     
NMAEDIVAKRLARLGGSGAGQSPRQPPTQPPSEAPRTESPVPMDLDAKPDTLTDKAKRAGVPTQSTSPEKKMAAAPPVAQ
PTPPESRTPARAPSVRSQEDIDHQNICNLLQVSLVPAGNYEVLEDLAAEMASERGVGAVEIKLGVDDVDRVVIARLSMGQ
ARPSENLFHYILQAYGRTQDVMKRQAAGSPSLRVLSKITELLVSYAGILLHLPDVFTLNPSVLQNKTRQLLDPLLASGSQ
ALMGLPDGFLADFVARYHIDDAAQEIFSGIFKELELEMRKITLVDNFIPPLQAMLELCSYKQLVPFVIGLDNWLPVTDDP
LTFESTAFLAAFLVPSPFPDDNEAVAKTYFDKPTERTQRDVEAAQESLRRTLGPLQTFQYQIVRALLAVPEAREPVLQFV
GRALSLNKKRPQLHRARNVRVGTNGFLINLTKTLLSLSDPFMGHNSNKLFSKMENPDYFNSPFSRVPIETETRMRATEPE
ALEYMKQLAANAGSQAKPHFMVECFFLTMYALHVGFIRSCQSYEDIHKELREMQKYYKELKDSQPLWSQNPAEKVRNEIM
LERLKTGIELMIRNKFAYDIQMLDQKLLEHIVRFYQLTASWLTNVIDPQKKGLPLSPPSQSFVMLPELILEDMGQFFLYL
TRFLFRTLESTRLEEVVELMVELISSPDHIKNPYLRANFVEVMYMMTPEVQGTNTQFMWAVEHNRLAVQYLVPALRNFWS
EVQSTGAHTQFYDKFNIRYHIAIILKQLWSYPEHKQRMIEESKNTEQFVKFVNHLMIDTTYLLDESLTHLATLRDIEQLK
RRTDEWNALTPQEKQDKEKEYATSSRICKSLHMLAIETVFMFHYLSEVIIDPFLRPELVDRLAASMDYHLVQLAGPQCQN
LKVEDPDKYKFNPKMLLNNLTDIYLHLVFPRGRPAPTPDHPLIQAIAKDGRSNKKDVFMNAVRILRRTGVKSEDRIVLFE
RMIDLVEQCISAGKVEEEELGDIPDEFLDPLMCTLMTDPVRLPTSNNVCDRKIIETHLLTDSFDPFNRQRLTPEMLVPDT
ELKAKIDAWLASRRHH*TTTKCRGSFNGCVGKVNGLLEEGMETDGLDNDLFISEISVNPL*PWCSINCT*CSAVMFHAFH
SLPFVH*LYWAYRRPGVHRVTLAQISSH*NWNLRTYSEWALLLRILFTFITEWEAVMVVVMLLRLCDCLRERRV      
>Contig2016_Corallo_2_fr3                                                       
RVGVS*PDLFQCHCPICIDIKIRLRKSGSVDAAVDD*EVPPCALWLWLGGRPAKQSKREGEPVTAAPFPFEQEVHLLTIS
LLLIEVVTT*SHHHLAPIPIDLV*NFVFPPQ*KIPFFNPIHPRIRSMRNESRVSCVETLGTCEGPVTSQRSIDAHYYYLP
KTEIGIQKTFALSQGTTKSNVQTSKILSINNYTQKSKDTMICDQPMQTTSNNTMTMPEPPQYLLCPLTMALMDCPVTAQD
GYTYEDRAIRQWLSHSATSPITRQRMDAGSLLPNRVVRDLTEDWCKKHGIQGVEPAPTGPAINFLTLSEIQLSEQLQSRR
EAGLRLPGEYWAALKQRGQQQQRIHLSVNQILAPAVMTSVTDCNGVFESSHGGGNSDVHSPTLPHTVLRLETVTEGHPTE
TDFGPSTADVVDGQRRAPIDVICVLDISSSMDRSAAMAGAELNVSFLDLVRHAAKTVAHLLGPDDRLGLITFGSHATVAM
DPVPMDGAGKERADAVVEAIRTAGATNLWAGLRLGLDLVAELRTVDAKDAAKYGLASTRPAFVLLLTDGEPNQRPASGTE
DVAMLRHMRKRGLDTQGGVSVHTLAFGFDAIDTELLSAIALKGQGSYAYIPDSGFVGTIFAHAVANMLTTAVVNTRVCFE
FERDPSALGIGSDGASQFTSSAVEDPVKAVGPWPDSHLDSCNTDTFWLSVSLGALHHGQARECVLPLWNPCLRLRSVRVE



YRSVGGSMAFDGGDVEVVNVDLRNREYDDDFQLLHPAEALTAVVRATFAEALVRIGSVRTGGNNAAKSAASVMDRLRGPF
FGSATDFPWPAESGGEPPLSHTARQALVKRLQGLGIDFNGEITAAVSSEQNFNRWGRHYFQSLGHAHRIQERNNFKDAGV
AVYGGALFKRLVELGSDTFDDLEPPSIRGSPYFNRGGRSMQINPTSYASLNLESNPCVSGDTMIAVRAVNKGGSANLTPL
LKRADDLRSGDVLANGAVVDWVLRTVFPQPTLQSMTALYMDTDRQREEILITPWHPIRRSRHDNELDGDAMVTDDEEDSN
RSVIKRHVFPCEAVPAQATQDRWVTSLVSIVTRRNSATGRRPGVPIGSQSVVEMVSLGHGIPASEDPVAAHQYLGTDRIV
GDLRLISAALLRNVREISVGPNALVRSTETGLVVGIRPDFVLVPPPTMVAVRGQGQPPTLQHSPWQRQQTPCGV*LDWSI
FDDPATIVKYIASLWLTQDTHLLKCLCGCLISSGCDT*SSGPTAHRPHVPSKIPYHS*SEVHCLSECHRLRIYQCTCDPE
CRFGPESRH*AGSWVDIGWACR*HFLFVDACQGPLAPLGSHSQTVLHFQTLCPHRWPAQTEVQSQGRSPSSQKRIQQWLR
SRGSRPNARFRESPSPRRGHAGRERDDPAE*SL*SPGKDLASRHSSPVASWLERQWPCVLCSLQDPRQGRLHNLD*KRLL
NPY*WVWLLYYRLNWASPWDSSLQHA**LKLHETLV*PYNGMLHIHEGV*TP*SIHEVPTGMRPAGLVIPRWGELDFSFE
VSNESEFRNKSLSQCLTTTACIIYLCVFLTRHCR*VDTNDLSSACKDLEEINVTTSLQYCTKLQTTEMWEINRN*TDTRS
LPTKIDSESTLRSPFRMTGDACPAARQCGLPFGAP*RPDSPPPSISLVPQHPEETFLRGSYHHHFQHLCRHQILPSAASW
LPFAR*TAQGCSPAAKLPQA*HRLWHLVTEPLPFALGRLHLEEP*EMLRESLRYSH*RCLHGHQRYRLRACPYCCLGERR
CCCGVLPQHQSWCSPAQQPWHWHPGVPY*DYQ*HRKGRIPIQYYCHCRGTASVARV*ERWERICQLHSHHFLLVASLRVL
RMTPRTAPWMRTTGDRWSLLPMFRTVAAAHLAPESPHQQVATRTALARSCLSSHRPA*HSVPGKANSSWP*TKCCAYHPA
EWPDGVATWSLPLSSTVGCARHSPAGPA*SLFGTVLRDRDPKTSESPQCLYVLPVLGCPARAEADCPRARMCRMPPRRTR
KEQLPPSSPLSPAAIVQNCGYNSA*PSQQPHSEASYH*TQSQLVLQSKFPTRRY*ETETPLLNSVLV*RA*AYHIVHRPW
HCYHQLCAKVTVPLQ*CILQELCLG*VLHSFFD*PSSDHYCYCLLKPLDRPSAVAIDLRMSLYARSGTGNSARNHYLQPN
SCRPLVKTILATMYFLISDRSQANYMTTIAQDCVSL*YHLTFNN                                    
>Contig5049_Corallo_2_fr3                                                       
N*IPSCTILICMLSLLDTVL*ILA*CMKDNAEHSEIESNNKLGIDCFYFLVSN*RIPMSSAHKTIIQGLRVATNDVDARE
VEYSATSGSAHAPKVYKSADLAAEGRELGINDVETALMVRLNDPDSFAKEGKVYYLAWCWNNAENRVSGSSGSSADDKAA
LAMIQRLCLSYLKISLTEDIFPDHDQSVSPRQQLADSCLVGACSSKIYEALIELEEQSMVAGDDDPQALRKEMLYGLRDR
ANAVLGIDDSAALGSLSLLNKVLGMPGMLELATGLADWVPPADTYQNGREFEDKCFILPFFRPNVFPDDNDAVAEAFFGD
IEALQVAPGKIRDAQSLLATRLRTYQKALHDFVLRLLKNKAARPKILALLGSTLNANRKREGLQVDKKTVSSDGVIVNMG
MVLLILSQPIFEQAKFEKIQPDYLLSNQCRIDISEMTRIGGTTTEDAAKYAEGRKVNDEAVGTPNFMTECFFMTLVDNHL
GLIKLLDDQTHLGQQVQHMETQLQRVERESQLPQVTNNPLMRRRSEVMLTQIRNKIREVKRDAMAVQTQINDVDFLSQNL
TYYTWVCKWLLQFATDGNPPNPFENQPSEAWRNLPEFVVEDVAEFLLFLAKAHFWDILNGQPHQDIMSFLIYFLCSSTHI
KNPYLRAKLAEFLWLCMPETQAHGKRGNAINNWMGILQTNDLAIKFLPKGMIKFYTEVESTGASNQFYEKFNIRYKMSIT
LKTMWNEMPAFKPGIIAASKDDTEFVRFVNLLMNDTTYLLDESLSTLTEIRDTERLMADQAAWSELDANAQKEKEDTLRQ
HQRSCRGYMTLANEDVDVFHYLSAEVQDPFLRPELIERLAAMLDYNLNTLAGDKAQTLKVNNPAQYGFDPKRLLNRLTDI
YLHLSQIRTSSPRTDFIAAIANDGRSYKKEVFERACGIMRRRAIKDPQDIDALERMVELVEQQKSGNEQEEEDLGEIPDE
FLDPLMFTLMKDPVYLPTSKTYVDRPTITSHLLSNDIDPFNRAPLTIDMVEPAAELKAKIEAWKASKKNGAA*LAPQWGG
VVLLKRGKGGCDSSSLCSPLDSHNEINESNLLKIFYYTYVF*KNVRCER                               
>Contig2720_Corallo_2_fr4                                                       
HTSAVKVLPLNSLGSSGRARIGAVDRRTNTLPQ*ELQPTRWHITTAN*ARNILARNRRAMPQRRPTRSSHPQPQQYQRPV
ERSSSLAAGVIGAALGAGAVLLAGYFAGPGADAESDHRQAEGPMEERIDPEYEQRYVTTSCQQDYNDRCRGKSAVNSGSR
RASSPAGDSFHSADGDEMVDEEDDLALDDSQVLASTSNQTSLVSGSIDGGAHVESGRSVSLLTDPRSRQVLEDNLVCPIT
QCIPSRPLISKYGHIYDGEAIHEWVSHSGRCPVTNLELTEDDLYPCYGLANLINAWHQEQMKGDIAAKQEGGTDSSVGYT
VTADGGLQSLSSFERAPRFRFERYTSRVEMCTPAEIEDHLHRLNLRLQQQPRVRNVGGSDAQLEDITATFTPAPLPSSSI
FILLPGIPSSKQPGEVILENRGRCTVNVYGRHLADPQRPITGVGTVRPQGRLRMAFRQCHTGPGSTGRPLFGEWAVEVQA
SSLEHVTHVAILKVSGRASGGAVNDLGMVTAASDVDVL*YSKPHTETKHLMATEGKPPLCSFVSKQCHYMSC*SFK*RLD
MVDPQKHALWSIPFFLISVVSQCPNQCRQ*TSETDSGGYTPAVTIHGPRHRPSRSSPVCSAVNEPAAVDWRLAWRRADGS
RQKIPVQTATGASQVIPRNVDRFLRCCAAPLHPGTKTPRRNHQRVRAVGYGRSSLLCRRLQ*PSSL*TTALRCGPRAVPH
QPRLSQRGRIVGAPKVLSPTLIRGWP*LPLCLMCRRG*LSRGLTWLGMVKQVDCAPSVGVAVPVVG*GSDVVRENSETAR
IPSTDGAAVMQRMRTMLRAMTQGSPWEWLVYPCRSNSAPLMRKLSHLTWSPFVAA*ANCS                    
>Contig5739_Corallo_2_fr4                                                       
LVIVCCI*RFWKAAKGIC*DCGSAFCSNWRKTRAKHIDVQQCNERRSHSKMPGRYADEDSDFDDFEDEQLKQALALSMKE
SNTGGRRRARTAVKYVEVSESDEPAQDKEEDFAQQKKKKGKRGRSTKDTGSAQKKGKKSEGASAPESGPISKTLANDKKE
MAPKVFRADDKDDVFFADSSITTLRTFNLPEKPIASCQVILTKLRNIQQGISANLNTPSKKDKKTSRASSRRATPAKKNA
QVETPAADQQQQAANLDTLDLDLDDLDLDLIAAKLEQQQKKYEEFEKKEKADKLTRVQEHFPWMRAIDAQNALEEVKDDI
DELVSQIVSHGPEAYLLGLRKRRASAAIASISADVIDRALTQRRSHNAVPSKTANGALRAAYREHQRLALDDALAMLEKN
QGKVADDDLFAGWSEARIRAWKMRDSNPNSYYYRFNDPGVKQATGGWKPDEKKIFLERLAELGADGRWGIFSMTIPGRVG
YQCSNFYRSLIKKGEIKDENYTKDEKGNPVYMFTTKDGGKQIRKHTKWSYVKDENRDPNKMGAQSIMIKEGDVVRATATY
NSGKKRKRGSKSATGVASDEDDDEYDDRPDKKFEKRSSGLEKRIAELKKVNPLPGFIDPISMEEVVQPTISPNGIVLDYD
TWMRILMKSKTCPLTKEKIHKRQLVKLTLDNIDAYRSLIKNDAYGQAAGDAAEAMKVDGDAVMA*TSA*DHTMKTETIDP
QHLLLTFTHVEIKYYCLVPGLIRRLCPAGVSVCVRVIFCYGKERASGIYN                              
>Contig2813_Corallo_2_fr5                                                       
ENVFNGKTYSLTKIPNV*IAVEASKRKTKLGKH*SV*ERPTRIPLAVSSLGSRKPR*CSSGKKLETNHLGYSFESAMPEY
VPLSERPEHSFNSLLATVLPSAEDQILINNAPSPRSSGSNISFRNGTMKTIDEEDEGDSSGSDSESQSNSSSGTNSKASS
PRNTNGKGKKPVTIKRARSVDSSVDHFHFVPQHYYPGTTKDIPDALLDPISHEMLDTPVLVPCCGHTFSRSSIERWVRTR
RSCPLCRSRLEMDECERDFVLEAVLKWRCEEWKSCDLERLKAANRRNMERRRKAMQSVRKTLQQKLDARFREQERERERQ



RMMYFNGSPHPHGNNVTYEIHSGHSAAMSDVLMAMVWALVSLPGWIYRNIGTVSEFVTKNRGRAVRMVALWSVQMAVMCM
LWVAFLPIAVLFSMITAVTTSLRSIRTLAMWLIVLPLGTGALVVMTPLIMPLLALRIVMLGLNFGAGRTRRAPMPHRERS
ESTSSISEATPAQSSTSSTEATPRSVTAPCGSANTANGLSPADHLSLMLMLSGSGLPYHRRIR*GSSGRHRESSPKHFNR
KSESMKKK*RSVMSYPDIQFS*C*KEK*IATENHVRNHVQVAIEYVAMHTGRCK*NRKARHIHS*ISVCIIGKS      
>Spom_NP_593630_1                                                               
MSDLEKIRLKRLAKLQQTNSEANSSKEPKESNIAPEPKKPDLKKRFIGSKATTSNSEQKEISPPVTSGAPKHRLFSKDEW
MHFITCQALNITLSETDSSKYYLEGFKKDLEEEGSPLLFNENNVDSALLSRLSTTGNNTFSYLLQSWSFLYQYKKRLPKD
ENQDFKIHYLSLLKSLLVSYAGIVVMLPDTFNSETIDLAEVLIGAEGIPLEFLSEFVQRFEHENLDELFIPVLESLSLKI
GLMNVDTVQMNVMQIILQLVSLKPIALLLPKLPSWNPTNNAGEIEYKTFLGRISSLSVFTQDVASRYFSNSTERSAQNIS
SSISSLKLTMSTYQDVLFQIFNTLIRTSTSLRESVLDFFAMVVNANHKRQSIQVNHFDITSDACMLNFSHVLSRLSEPFL
DIGCSKIDRVQVEYFRRNPRVDIKEETKLNADQKASESFYSKPAEGSNNFISDIFFLNLAFHHYGVNATFKALEQLVQSI
RDSEKLKERLETEQQNMSGSFQATRLTAQLSRLDQRLDLDRSFVHCYEIMLTQTSDTSRSFSFLNFVAIWLSRLADGQSS
TYPKMPLSLPFNENAPEAFKCLPEYFIETITDYMLSLFKTSSSTLTLHSLEPLCEFCVSFLTQANYIKNPYLRAKLAEIL
YFGVQTHVGRSELLLDVVRTSKVATRWLLPALMAFYIEIESTGQSTQFYDKFNIRFYICEVFRTIWKQPAYFGKLEQEQK
TNLPFFVKFVALMLNDATYLLDEALLKLTEIHNLQSLLADAISNSNSNQNVQESQSNLAAAERQASTYCQLGNETIFMLK
LFTSSIPKAFCAVEIVDRLAAMLNYNLQALCGPKCSNLKVEDPTKYHFNAKTLLSIIFDVYLNLCNEPAFVEAVAHDGRS
YSKEIFERATSIMTKHNLKSSFDIEAIKEFVNRVEAFRLQEATEEEDMGDIPDYFLDPLMFTIMKDPVVLPRSGISIDRS
TIKAHLLSDATDPFNRTPLTLDDVTPNDTLREEINTFLKSKRNKHSRNSE                              
>Tmel_XP_002837894                                                              
MPMKAEELKNKGNVCYAEGDYVGAEKFYTQAIIKDSTNAAFFTNRALVRLRMDMYDQVIDDCLKAIDLIPSSLKAYSYLG
QAQLKLGYPNEALSSTLRAYELAIAQRSPSVGAIAATCLEVKKKRWELSEERRRTRECNLAMRNARLILFFVPLPGTLEK
IQTLEEVFGKAEAERCGKREVPDYLIDNITFSVMLDPVITKYGHSYDRVTLLDHLKRSSTDPLTREPLTEKDLRPNLALK
AACEAFLKENGWAVDW                                                                
>Tmel_XP_002835146                                                              
MSSNPEPDADAIRDKRLARLARLGGSSSPKPSAIPRDGETSMSQSVEQEKVAPRPQPLAPPITGLITGTPTSQLLDRPSG
STLEGVVTSPLSDTPLAETSLQTQPAAGNPSLGALMATEAWEDKALRQIFRVALEPGPRSAGLYVLDDLRKELEEQLDSE
GKRPRIDVTILDQLILSVCARPEVVPMDYLVGSWRRASNMQRTMSASRMDDRKKNILQTAQRLCLNYGEYCISMPDIFNN
DRAFVLLADRLQTDADEDRGLPQEFLNDLVSRLPDYPDLNQYFQETLRTLSGRLSEMSMTDNYKPLITALGRLMHHKPII
GILVDLPEFLPPPEDVPANLLEKKTILGPYFQISPLQTAVCKTYFTGAKAKSPTSINDATRALRLSLQTLQDQLYQIVMM
IIRGSPVARAKMLDFFARVINLNLKRGAIQVDPTTVASDGFMLNINTVLTKLCEPFMDASFSKIDKIDIEYFRRQPGLDI
HEETKINVDENQANEYYSRKVEGSNNFISEVFFLNVAAHHYGLGATETTHDQLAKDIGEMEKHLERFVAERQRWLNSPQL
ATWDRNIERMRERIDQGIAYKCALEVFLFDGLSQTRTLLFMRYLTTWLLRVVTPTHGYPEKLIKLPLPKEPPEQFSCLPE
YFIEDIGLCFGFVGRYLPECIVTTQVDELVIFCITFLDMSTYIRKPSLKSKLVEILYYGISPYRGKSTGILGDVINSHPF
ALQNLMHALMNFYIEIERQYYERFTVRYHISEIIKSIWPNLAFREKLDRESKENVDFFVQFIALLLGDVTYVLHNSLSAL
ADIHKLQLELENESSELTTQERADKEKALVKAERDATSYMSLGNETVAMLKLFTSAIADAFVKPEIVNTLAGMLNFNLEA
LVGPKCNNLRVRNPEKYKFNPKALLSEITDVYLNLRTFKPFVKAIALEGRSYRPELFTKLQSVLERSNLKGTPDIALLAK
LAANIEETKRREEEGEVELGEIPDDFLDPLMATLMEDPVILPSSRVTIDRQTIRIHLLGNPLDPFNRSPLKVEDVISNTE
LKNQIQAWIKERRAKGTIKDDNGDEEAMDLDP                                                
>Ncra_161NCU00181                                                               
MGKGTDKLYITHSEWSSSDAYGASTGANAGARAQRRGASFKKLPFNFCAASLQPFKNPVCTPDGTIFDVEVIGSWLEKHK
TNPVTGEPLSAKDLIKLNFARNGDTTDSDENKGDLIDPVTFKVFTDNTHIVAIRHGSYANVFAWETVERMNIKPKMWRDL
VDDEEFGRRDIITLQDPQNVSASRDLSQFKYLQDGQDAILTKEQEEERKGGTVNIEALGRVGEKVLRAKEAVERARAARQ
AGGADVNRLTQALTTTSTNSATNNNKTAIARGQSLIQERKRPANAATYTTGLTAASFTSTGLTPSTSGSLALLSDEQYLL
KPSHRIKNKGYVRMETNLGPLTLELLPEFAPKAVWNFLRLSEKGYYRDVAFHRSIRNFMIQGGDPSGTGRGGSSIWGKNF
EDEFEGPNTHSARGIVSMANKGKNTNSSQFFITYRPASHLDRKHTIFAKVIEGQDTTLTAMENVATDGSDRPLNKIVIKD
MIILIDPFAEWMKEKKQKEGEEERKREVARQGGTEDDRTTWTGKRIRADGTMEGQGMGEGGGGGPKVGKYLDVGAVKKAA
TTTTTTTRKAEEEEVDTWEEPVRKKAKMGGFGNFDGW                                           
>Ncra_3004NCU03357                                                              
MDPNQQQPAATPDAPDKETMEQIRARRLAKLGGPNVASTTSPAASSSTPQPGTETPPAAAAVAAAAAAASSSKIEDKAPR
VQPRSIIKPASRDVPEPPPGSSASRKRERSLSNIDDIPCPPAPRKQYREQTLEEWTDKLLTSILRVSLDPNQTFDSSGHN
LTFLPELSQEIRGEYQEPLLSIDRFQEAVMEAGRIYPPHKPLFEYFLACWKRVTRYRILRASTPEKEEALKEAKRLCFSN
CIFAVTMPEMFGREPNPKHDTIVPYILEGVAKEEGLDIEFYNEAMTRIEDDDSIVPLFTKAMVEISTALSTKNMNGDYQP
HVQALFTYSRYPALVNALAEHPTFLMAQSAPNIERFTLLGPFFRLSPLHPEAASYDFAAPRTLDKGRIGTTQQSLQMTLA
AHQEHLTTIANAFIRASTSSRNKLLDWFAYIMNVNHKRTATYVDPKTVSSDGFMVNVTVVLDNLCKPFMDNSFTKIDRIQ
VDYFRRKPRLDIKEETKLNADQEHSDAFYSTKLEGENNFITEVFFLALAAHQYGTEATQNKLKELDKQIKHFQKNLTLME
ADRPNIVANHPERVPMLEAAQRRLIKMLESAMSAKFAIEGIMTDKTLQTRSLQFMKYTIVWLLRVASQSDYVPWKKISLP
LPETQPEAFRCLPEYVLQVIVDNLKFTFRHRPEVMVSAIGDEVVALCITFLESSEYIKNPYLKSSLVTLLYQGTWPAYHL
KKGILGDILTGTKFANDYLLHAVMKYYIECESNGTSSAFYEKFNIRFEIFQVIKCVWTNDHYKKQLTESSRVDRDFFVRF
VNLLMNDATYVLDEALSNFPKIHDFQQKLKDPSLSQEDREKMESDLHDAENKASSYMQLANETVGMMKLFTQTLAESFTM
PEIVHRLAGMLDFNLDLLTGPKSRTLKVENPDKYGFNPKILLPQLVDIYLNLGSSPAFVEAVAADGRSYKPETMASATNI
LRSKALKNPTEMHAWEVLCKCFEEAKAIVDQADLDFGDAPPEFEDPIMGDLMKDPVILPSKHVVDRSTIVQHLLSDPKDP
FTRQPMTIDDVIPDTELKAKIEKWMEDRRAEIRGKVEEVTPAVGDIAGAEAATGGDAMDTTE                  



>Ncra_8937NCU10270                                                              
MARLKMSRWDSVIEDCEECLRLSSSSSTGSKNFKALYYLSQAHLPLRNYDQAVAYALEAHKICAETHDKSLAAVTSQVLK
CKKERWEHREKLRKREEQELEGEVVEMLRREMDGLLKTTSSSGGEDGDKDEEEEERKETEKMYEEKIERIRAVFERARDK
ENQRRPNPPDWAIDDISFQVMVDPVMTKTGKSYERASIEEHLRRSETDPLTRTPLTIKDLLPNIDLKHACEEFLNENGWA
VDW                                                                             
>Scer_SCRT_00681                                                                
MTAIEDILQITTDPSDTRGYSLLKSEEVPQGSTLGVDFIDTLLLYQLTENEKLDKPFEYLNDCFRRNQQQKRITKNKPNA
ESLHSTFQEIDRLVIGYGVVALQIENFCMNGAFINYITGIVSNVNSYTDFLSQIIQRAILEGTALDLLNAVFPTLLEYCN
KHVSHFDLNESVIYNNVLTIFELFVTFKPIAEIFTKIDGFFADYSCKPQDFERKTILGPILSLSPIEAAVAIRNYGDNLL
RSKQQTAMIHESLQAEHKVVIDRLFFIVDKLVRGSLNSRTDMISYFAHIANKNHLRRADHPPFKELSSNGFMSNITLLLV
RFSQPFLDISYKKIDKIDANYFNNPSLFIDLSGETRLNSDFKEADAFYDKNRKTADSKPNFISDCFFLTLTYLHYGLGGT
LSFEEKMGSEIKALKEEIDKVKKIAANHDVFARFITAQLSKMEKALKTTESLRFALQGFFAHRSLQLEVFDFICGASTFL
IRVVDPEHEFPFKQIKLPLIPDQIGVENVDNADFLRAHAPVPFKYYPEFVVEGPVNYSLYISKYQTSPIFRNPRLGSFVE
FTTMVLRCPELVSNPHLKGKLVQLLSVGAMPLTDNSPGFMMDIFEHDELVNKNLLYALLDFYVIVEKTGSSSQFYDKFNS
RYSISIILEELYYKIPSYKNQLIRQSQNNADFFVRFVARMLNDLTFLLDEGLSNLAEVHNIQNELDNRARGAPPTREEED
KELQTRLASASRQAKSSCGLADKSMKLFEIYSKDIPAAFVTPEIVYRLASMLNYNLESLVGPKCGELKVKDPQSYSFNPK
DLLKALTTVYINLSEQSEFISAVAKDERSFNRNLFVRAVDILGRKTGLASPEFIEKLLNFANKAEEQRKADEEEDLEYGD
VPDEFLDPLMYTIMKDPVILPASKMNIDRSTIKAHLLSDSTDPFNRMPLKLEDVTPNEELRQKILCFKKQKKEEAKHKAS
E*                                                                              
>Cneo_XP_567981                                                                 
MSRCCRRASQYEASPIKCLNCLLITLSPVFLPTMADNSNLSDADKIRLKRLARLGTSTPIPSQTQPQQQPSSSSTPEPHH
PPSASSRLLANLPPAASPTSSSPAIVSPKPSASTKPDPQAVQPKLSVTPSLSLKRPSSASTPRDEPVGPRIVHTKPIQPL
VKTEYKAWETEKVGQVFAVTLSKQKAQETDWSLCWLKDLEQELNEENYPSPLRTDIELADRLLIARLSMDPTLMAQSDDP
DALTILAGLPQNETVFEYLAGCWKRLYQASRDANRYAFSEDEKSQWGKSMDKIKGLVVSYCGMTIEDPTMFPQPAEKPLG
PAEFLPLLLSVHQPSSGDLLMSTPSVPTPLSGPLQPNDLLPFLQDLAAGFDDDTLKDVISPTLSLFFQEWFKITPTPDIM
GAEWRRYLGAMNLLVQVKHIAAFLPTLPIWVAPNVTAPKLEWQSLLGPLTRLSVFPREFPEIWKTYFSNPTERKKEDIDA
NKSNLRFTLGSLHSSLFNVYNAIVRASPDAREGILDFFTLALRLNEKRAGMRVDPRTVSSDGYMTNLQVVLLKLFEPVMD
ARFSKIDKVDPAYYKSSKRIDISEETKIKGAKEEADEYFGSSMDVDTKPNFISDLFFLLNSYLHLGVVKTISTRIRAEKN
LSEIEKELKRVEASTGDWANNATLQAQGEATIKKLKSDMSVLHASIHAYDTQLLDRDMIRMVVSFLSFVMTWLIRLVDPN
HQYPASPLNLPLPKEAPMAFRMLPEFFIENIAEYFEFLAKYDPDALDDVDKDIFITFAITFLSPNYVNNPFLKAKLVTII
SYGLYPMGYWRHGPLFDRLSILSVATDHLMPTLIRFFIDVEITGGHTQFWDKFNFRRDIGHIFKAMWTNPLHREAFVKSR
HDDFDQFIRFVNMLMSDTTFHLEESLTGLAKIGQIESQKANTASWEALPQSEREDLDGQLRQTEGSVPWHTQMGLSNVKL
IRDFTATTREPFVAPEIVDRLAASLDENLTALVGPKMSDLKVSNPDKYYFKPKDLLAAIAQIYLNLSVESEFIRAVANDG
RSYSKDLFMKFARTLKNRAIMTEGEVAEVISFTQKIEDMKATISMEDEREIPDEFLDPLLSTLMKDPVILPVSRVTIDRG
TIRTVLLSKEVDPFNNVPLKYEDCIPDTELKAKIDAWLAESNAKQADSVMDVDQL                         
>Ccin_CC1G_07146                                                                
MSDNQPPAALTDAERIRLKRLAKLQGAASASSSSGPSTPAASSGGATPASSTPAGPSPKATPSPSVASPAPKPKAPTPVA
KPIATPGPPAQSPVPAVKKKPATPPKLDLPTWEHEVLQNVLKVTLSKGEAEKSGHDLVWLKSLSEDLASDGGTDRLSLDL
LDQLLIARLELDPQTMSDDLEYLPVLVSLPAGQTVFEYLVGSWKRLNAARTALTRRGYPPVDTQNALTKLEKIRELIISY
AGFTLQEPEMFPQPSGRELGPPELIKPLLSLSALSAPLMGSSTPDPNTLGPSDIDQFLRDLATRFEPDNEIDSVLAPVIR
GLLFHESLFRLEGLGGGDAGWRGVVGGLELLVSIKPIAIMITRMEEWIPENATAFNFETLSLMGPLCRLGIFSREWPAIA
TTYFSDPDKRSRADIESSFASLRGTLKSLQSSLFQIFNLLVRASPESRERTLQYFARVIALNGKRAGMQVDPGTVASDSF
MLNMQAILMRFAEPFMDANYSKMDRIDPLFYAHCDRIVLGDETRIKATTEEANEFMEQHKKTDSPPNFISNIFFLTVAMA
HYGFLKTIDTYNNTHKQMEDIQRHLQMLEGDGSWMGTPMQARVQATIKLVKTEEAKIKMQQLAFQAALTDPDLVFHSLGF
TNFLSTWVIRQADPTQKHPSPTVQLPLPKEVPMVFRTLPEYFIEDVVDYLFFAVQNTPDKFEIAGKNELLIFILTFLTST
WYIKNPFLKSKINDVLFMSTWGYGRERNGVLGNMLNSHPLALKHLIPALTHFYIEVEQTGASSQFYDKFNARRNIAFVLK
IIWNNPVHREALSIEAKNVDKFIRFVNLMINDVTYLMDESLGELAQIHNIQQEMDDREGWNSRPLEYRREREGTLRSLER
HAAGYTTLGRSTVEMLKVFTAETKPPFMMPEIVDKLAAMLDYNLAALAGPRCQDLVVREPEKLKFNPKALLSDILQVYIN
LSDQPEFARAVAGDGRSYSRELFERAANLAVRRSIKSSSEIEVFRAFIEKVEAAKATLEAEEDLGEVPEEFLDPLMFTVM
RDPVRLPSSKTVIDRATIKSHLLSDSKDPFNRAPLAIEDVIPEPELKAKIEAFIEARRAEREAAKMDVDK*         
>Ccin_CC1G_10289                                                                
MFFCAISGEPPQEPVVSAKSGKVYEKRLIVKYIHENGTDPITGDKLEESDLIAIKASPENAPPRPPTNTSIPALLQLLQN
EWDAMVLSTHALEQKYNATRQELSYALYSQDAANRVVARLIRERDAAREALANVQASMGIAPSQPTGGEDVEMAENGGVE
EGLPADIVTQIDETHAVLSAARKKRKTPPGYAAPAEVKTYKATHTIPSLHSASPAGITSIALSTSNPSQFLTGGNDHIVQ
LYDRSTDKVLASLKGHSKKVNHVAFREREGDNTLLLSAGADKIAKIWGHDGASGEYIPKATIRTHKGELTGLAVHPTKTL
LALSSVDKTYSLHDLSTFQQVFRSAPTDEPFSSMAVHPDGTFLAIGTPTSTIHIYDVRAGAIAASLTPPDAVPFTVHTLS
FSENGYNLVAPNSLSSIALWDLRKEKITASIDLGDDFKVNKVLCDASAQFIGVAGNQGARIFAQKSREELLRLEEGGEVS
DFAFGAQGKEIWGATGREVRIWGASA*                                                     
>Umay_XP_760474                                                                 
MPASFDQWQHTAVSNIFNITLDRREAEQSGWNKTYLRELAEELSSDSSAPSQLTASVADQILIARLSLDPQADVMSDDAE
HITILANLAKGQTSWDYLVACWKMARAEESRVRKSLPAAEHSKALAVLEEIRALVISYAGLVLQSPDMFPNSTKPNGTPL
SPLVLVDSLTHVSSSISSFGFSTTSEASTSHSTADLTTKFETIDGDDLPVFLNELAVRFGNDDGLDEILGPAFTELTRRI



RDGDRGSDTPASSSSLPMHSTGQAAAPASGGVNPAALNQALANQDVQSVIAQLLAGRMAGAQPGAQPVTAPLGAIAKPNE
GLTIAGLEWRPYVNAIVEAVEIKPIANMLAHLSNFDPEHVTGSRIELDSLLGPVLRLSAFPDAYPSITQHYFANAATQTQ
QEADANFRSIQSTMEIVHTLNFRIFNAIVRSGAPAREKVLAYWGKACALNAKRGAMQVRQELVASDGYMVNLYELLLRFA
EPFMDAGLTKIDRIDLEYLRKQKRFDIQELTRINATEAEAKEWGQQAQAEPAGAPANFITEVFYLCVRLNNLGLGKAVRG
IDEKEKEMGRFKKRIAEIEADRAMWSALAQAPQYENFLKRAKAEVERLHGEIYAAQSQLMAPEFLQKVITFNCFLMTWLI
RVAEPKAMHPHTQVTLPLPQQVPTRFRMLPEHVFEDICDVMLFLSRVSAPLSESAKNDLVTFCTTFLSSGWYIKNPFLKA
KLAEILFYNVIPWGRHTNGVLSDTLNIHALALQHLVPALMNFWIEAENTGSHTQFYDKFNMRYHLSQIFKSIWSNPKHKQ
QIHDQAQASGSDFVVFINRLMNDVTYLLDDALDKLQELHTKQSESEPPRAESTSSQEQQEREGHVRQLEQTIKSDLQLGT
EFMRLLIDFTAETTEAFMTPEVVDRLAAMLDYNLDLMAGPKCQNLKVKHPKKVSFEPRNLLRMIMSVYLNLCSKREFVAA
IARDGRSYSKPVFEKAGWIAERYMLKSPPELEAWAGMIAQVEEKRQMEQDDEEDLGDVPDEYLDPLMATIMKDPVLLPRS
KAVVDRSTIKAHLLSDSTDPFNRSPLKIEDVIPDAELKAKIEAFIAERRRKS                            
>Mver_MVEG_02413                                                                
MQDTSNDIPLTQEERERIRLKRLEKLQGAFDAQKAQEALDAHKSPGSSPSSSTATKPASVPSPPVTQAKPISIIKAPVTP
QTSSPSTPKQPAMTFEAWQNAALSRILLVSLNKDVAVPNLFLSNLAQEMESSNEPLVISQQSIDRVLVDRMSIDPNEPEN
AAILSRGQLSLPLFEYLLDCWKRLEHVKLQTGRAPLPANVIGERVQSLNECKTLLVSYAGLVLQMPEMFPQIQSTMPLGA
AQVVERLLAEPDTPQSIPVEFLKDIATRFQNDDLENILQPIVAGIGAKARTATILTDWRTPLRALLTLIEIPEFAAAIPR
IGSWNPTNATAPQIAIVSALGPFFKTSGFLLDDPTVGELFGTGIKRNKADVRGASNGLRVATHGIHSSLFQVVDKIVRAG
ADPKERMLDYFYSVLSKNERRAQMQVDRATVSGDGFIYNITEVLMKFCDPFMDDKYSKIDKISTTFFKGQSKIDISKETR
ICASKDTVEAYSSGSSSSAAPAGFISEIFFLTLVFHHIGVSRSYVDYKRFLKDYQEMMDQYEQLKQQETAGQISVENGLM
IKRYEVQLEKMATYRFSMESQILDPIVLGHSFQFYNLVMVWLLRLVDPAHAYPRSPIKLPLPEQAPENFAVLPEYIIEDI
VEFFLFVLRHSPETIASSSLDELLTFTMLFLITPGYIKNPHLKAKLVEILFYISLPYRGERNNDTLGIKLNTHPMALQCL
IPAIMTFYVEVENTGRHSQFYDKFNIRYNISQILKFVWTNPIHRDMVKAESKKSESFVRFANLLMNDTTYLLDEGLTKLA
EIREIEVEMEDTATWQGKTPEYRKEREGLLRTAQRQASSYIALGNETVNMLSYLTVEIKEPFLTAEIVDRLVTMLDYNLV
ILVGEKMSTLKVKNPEEYRFQPRVLLSDIIDIYLHLDCPTFIAALSRDDRSYKASIFYKASDILEGRQLKSQDEIAKLKR
LVHKVEDVRQQGVEDEDELGEVPDEFLDPLMFTLMEDPVLLPTSNISIDRSTIKSHLLSDATDPFNRMPLNIKDVIDNVE
LREQIQAWKSTQRNKRQRTSTTEHMDVDE*                                                  
>Mver_MVEG_09696                                                                
MASTLTADEHKLKGNEYFKAKEYEDAIQEYSKAIVKDPRVAVYYCNRANCCLKLEQYSKVVTDCERVVELDPKNVKGYYF
MGKARLELGQPYHALSNLKRAYELSLDQRSNFTKDIITILSEAKKQKWIEEERQRIASLSDTYKYMKDLIEQDMDRQIQA
LDKDARDYDEDRAFILADREHRLQQLETMLARSSVPEENARPYIQHKTAPPTPQDSPQLAKNVSSVAYQPREVPDYLLDK
ITYEFMHDPVISTKSGVTYERNTLLEHFGHGRMFDPVSQAPMTEHDMLPNRALKEACEDYLSKNGWAVDY*         
>Pbla_Phybl2_77270                                                              
MYMTSRNLSRKAHSCLTLSIRLKRVAKLQQQAEEQRKKQQQQQQQQQQQASEKRATASPLQPLPSIEPEIYKRPVKVPVS
AASTSSAPIQKPTSPAPTPVQPTVTKPISSPKTFEDWQNDVLSRILQVTLDSEAIHKQGGCIYLEGMVAELEEEEEPKPF
KLSQALMDRILVARLSLDPNETYPNLPQNVQQDLKISHFDYLLNCWKRAQDIKRNTLTRSKNLEKTVLDKRLSVLDSVKL
LLVSYSGLVLQIPDMFPQIETQQPLGPSQLVSRLLAQPDTAQGLPTEYLSELINRFTDDGLDTILGTPLAMISDQVRRIS
ILDNFKPFIQSLSFLCENKSVPTVLPTLPEFDPETATARTIEELSLLGPYFKLSAYPGSAPKVAESLFQNAESRNSGDIE
SCKNGVRGTIQNIQRSLFGISSSIVRASTTSREGLLVYFSHIIRLNQKRAQIQVDPQTVATDGFMHNLAAIMLAFSDPFL
DVGASKVDKIDTSYFRTSKRIDIKEDTKINATEEQSDAYYNAAIPNKSHNFITEAFYITLAAMHYGPIRSLVNYNELIRE
YNEAKKHHERAQQDAVRLTNNTQRVMQDFVAKRLKANLETMTMHKLAYESMVLDPEFLTQTMRFYNLVMAWMVRMVDPVH
QHPWNPIKLPLPKDIPDTFSMLPEWIVEDIVEFFIFVGKFGYDTQVIKMNPQTELVTFIITFLRNTKYIKNPYLKAKFVE
ILFFYTYPIAKGVPGELEAMLNSHPLALEHLVPSLMTFYVEVEQTGASSQFYDKFNIRYNISHVMKTIWSHPAHRAKLRE
ESRNTDVFTRFVNMLMSDVTYLLDESLSKLAEIHQIQTEMEDSATWDAQPDQQRQEREGQFRSLERQAQSYVSLGNETVN
MLTYLTAEVVEPFLVNEIVDRLAAMLDYNLSQLVGPKCTGLNVKNRKKYHFEPRALLSQIIDIYLNLNSQTFIEAIARDG
RSYRKEYFSKAASILLKHGLKQTDDIAALELIVRKVEEAVRSGAEEEEELGDVPDEYLDPLFFTLMEDPVVLPTSGVIVD
RSTIRAHLLGDTRDPFNRTPLSMDMVQPATELKEQIQRWKEEQKQKREDEKNKMDTDA*                     
>Pbla_Phybl2_111658                                                             
KIQRREIPDAYLDKISFNIMHDPVFTPDGITYERQSLLDHFERNGHFDPITRRSCTENQLVPNLSLREAIEDFLKENGWA
AGKKISKIKQIILRL*                                                                
>Mcir_Mucci2_43456                                                              
MLIHYAEPQPNKLNQQYLDRIIVARLSLDPTEQHSELPQDISNTLYTLHFDYLLTCWKTVFEIRRNTLQRSKNLEKSVLD
QRLAVLDSVKALIVSYSGLVLQMPDMFPQIQNAPLGAAEQLVPRLKSQPDTPQGLPSEYIAELVHRFNQDGLDMILGPAL
AAMSGELRLQNILGDCKTSIQSVSYLCENKAIAMMVTDLPEFNPSNATAPNIEEVSLFGPLFRLSAYPDAAPKVAESYFQ
NSENRNAADLESCKNGLRGSVQNIQRCMFAISNSIVRADASSRDNLLQYFGHIIKLNEKRAQMQVDIQTVSSDGFMHNIA
AVLLSFCDPFLDLRASKIDKIDPTYFSTNKRLDITEDTKINATKEQSDQYYGGSKTLKSHNFITETFFMTLAFMHYGPIR
ALVNFNEFMREYNEVKKQTDKAQADALRTANTPQGVMSDFVAKRMKAKFEQMTTYRLAYETMLLDPVFLTEALRFYDLVM
AWMIRLVDPKHKHPWEKVSLPLPDTVPEEFAMLPEWMIEDIVELFIFIGKYGYETRVMMQCPHDELVTFIITFLRSTKYV
KNPYLKAKLVEILFFFTYPIAKGVPGELESILNSHPLALQHLVPSLMNFYVEVEQTGASSQFYDKFNIRYNISHIMKTIW
SHPAHRAKLREESQNSNTFTRFVNMLMSDVTYLMDESLSKLTEIHQIQLEMKDQAAWEAQTPQHRQEREGSLPSLERQAQ
SYVALGNETVHMLKYMTAEVIEPFLVNEIVDRLAAMLDYNLVQLVGPKCTELKVANPEKYHFQPRKLLSEIMDVYLNLNS
PTFVEAVARDGRSYRKEYFSKAASILQKHALKSTDDIRALEKFVNQVELAIQSGVEEEEELGEVPDEFLDPIFFTLMEDP
VLLPTSQVIVDRGTIRAHLLGDTRDPFNRMPLSMDMVEPATELKAKIAEWKAEQKKKKTDAMDTSL*             



>Rory_3985                                                                      
MAEDSLQDITTQESNENQEQQQPQQHTGGQSFSGGPPGFDPSVRMVNPYQRMQQVWFMQQLQRQQMQRQMAVAAAAAAGP
PSNIPPESQKPPTGYVCFKCGQPGHWIYYCPNVPKGQFVQRTVNKTQQEEEQQKPSELCCMICNKLMTEAVVIACCGKSF
CKECISTTLEKGASCPHCNQENLSTDQLIPNKTLRRAIEAYVEEQEELKKNAQSMEDVVLEQQPEQQENEGSGGGESSKT
TGGGTAIQVFESSDERPMNRKHNFNMDNNMMFNMNWMPRPPFTGFPPFASNADWMNKNSEGSGGENNTQGFMNFPFNEEY
NNPMVPFQDMFGYNFARGGYRGRGMRGRGYHGSRGRGDYHYHTNHDSNEDRGRSPRRDRSHDDSRRRGYDDRREETKEDR
GSRRYDEDRRHDEREEKRDRPGDDESRSKREESHKREGSRRREDSRRREDSRRREERTAAIDTLATNKRVIIVMIDTLPE
GAPSLHDLPLVIILAIAVLLDVIRLNQDIEAVKEKRKSQETEAIEEDDD*                              
>Rory_8573                                                                      
MPDMFPQIQSDNLGPEQLIPRLKAEPDTNEGFPAEYINELVARFNEDGLDLIFGPALTNISAEVRQYSILDNYKSTIRAL
AYLSENKAIASMMASLPEFNPEDATAKNIEDNSLLGPYLKLSAYPDSTNKVAENYFQNAENRNSADLESCKNGLRGSVQN
IQKTMFGICNSIIRSNSDSKEKLLEYFSHIIKLNEKRAQMQVDIQTVASDGFMHNITGVLLTFCDPFLDVRASKINKIDP
TYLLRSKRLDVSEDTKINATKEQSDAYYNEQRETIPQNFISECFFLTLSFLHYGPIRGLVNYNGFLREYNEVKKQTERAE
QEATRSANVCTPQAVLADFVCKRMKAKLEQMSAYRLAYETMLLDPTFLSEVIRFYDLVMAWMIRLVDPKHNHPWEPVQLP
LPEQIPENFSMLPEWIIEDVVELYIFVGKYGYETQVMHQCPHDQLVAFIITFLKNTKYVKNPYLKAKLVEVLFFFTYPIA
RGVPGELEAILNSHPLALEHLVSSLMTFYVEVEQTGASSQFYDKFNIRYNISHIMKTLWNHPAHRTKVREASRDSDTFTR
FVNMLMSDVTYLMDESLSKLSEIHQIQTEMSNQIAWEQQTPQQRQEREDNLRSLERQAQSYVALGNETVHMLNYMTSEVI
EPFLVNEIVDRLAAMLDYNLVQLVGPKCTELKVKNPEKYHFQPRKLLSEIIDVYLHLNSDTFVEAVARDGRSYKKEYFSR
AASILQKHGLKSLDDIHALERFVTRVELAVQTGIEEEEEMGEAPEEFLDPIFFSLMEDPVLLPTSSVIVDRSTIRAHLLG
DTRDPFNRMPLSMDMVQPGRN*                                                          
>Amac_AMAG_00520                                                                
MREKRLARLAALGASSPAGTSTSPASLRPQSPQAPANTRPAPPKSVVAVAPATPTPPSPARRPVSRDGSSNSLKSPSSPA
EGPPKPFEEWANLVLAKVFQVSLDPADPRCIPSLVDELKSERDNPEIVFRKDTDQPLLSASLVERVLVARLSLPENATRD
QSLVNYLLGCYVRARDIKTNLVAKSHAADLSARVAVLDQAGFMLVNYIGIVINLPDMFPQPEPCIGAGPGEIISALLNGT
VEMDFLGTLIQRATEYETKDQVVYPLFNSLAAEVRGQKVGGQWMPLFQFLQTIVGNPTVANVIAELPNFCPTGLPPKAFE
LGTFLGPFLRVSGFGFDDPDLIKTYFADATDRSQVDQVSGIQSLRMAVHHLQNSQYGALMAMVKASPVLRDCILHFFGAA
LKLNEKRSGMHMDLNTVASFGFTQNVSVALLRLAEPFMLPPYAKIALIDPHYLRNPERKVDVAGWTKMNASEQEAAEYYK
NEAMVTAKPNFISDVFYLTLGWLHIGLVRTLTFYNTYSKDLADRRKQFAQLQRDHAERFANTPQQAMSEAMLKRYKAQID
QELGVKLTMDAHVQDFETLAKVHQFYSLVSTWLIRILCTENGVAVPYRPPVPVPFERESAVFKHLPEHVLEDITDYCQFI
LRFDRLLVQEPFDPMIELFIVILANPTFVKNPYLKAKCCEVLFFMTYHRELMPPLSSHPASMAHLIPALLRLYVDVEITG
VSSQFYDKLNIRYNISHILKCLWNMPVHRSKVKDMSRHDVFVRFVNMMMNDLRYLLDEALTKLAEIHVLQDELEAPDFAQ
RPAQEQQEKRQSLAAAERQATSYMSLGNQTLDTFSYISKEIPDPFLTPEIIDRLAAMLDFNLAALVGPKCTELKVRDPEK
YRFQPKQLLTDLVDVYLNLAHAPEFVRAVARDGRSYRREWFQKAAGVMVRTGAKASDEIERLAALVDQVDAAVKADEEED
VELGEIPDEFLGTLRWDGEVQRRWRNPDLTCVPCVLCVPGIDPLMYTLMEDPVILPTSGQTVDRATITGYLLGEKRDPFN
RKELVIGDVIPNVELKAQIEAFKKEARAKARKAREMDQS*                                        
>Amac_AMAG_02031                                                                
MGDDQERMREKRLARLAALGASSPAGTSTSPASPRPQSPQAPASTRPAPPKPVAAAAPATPTAPSPARCPVSRDGSSNSL
NSPSSPAAGPPKPFEEWANLALAKVFQVSLDPANPRCIPSLVDELKAERDNPEIVFRKDTDQPLLSASLVERVLVARLSL
PENATRDQSLVDYLLGCYVRARDIKTNLVAKSHAADLPARVAVLDQAGFMLVNYIGIVINLPDMFPQPEPCIGAGPGEII
SALLNGTVEMDFLGTLIQRATEYETKDQVVYPLFNSLAAEVRGQKVGGQWMPLFQFFQTIAGNPAVANVIAELPNFCPTG
LPPKAFELGTFLGPFLRMSGFGFDDPDLIKTYFADATDRSQVDQVSGIQSLRMAVHHLQNSQYGALMAMIKASPVLRDRI
LHFFGAALKLNEKRSGMHMDLNTVASFGFTQNVSVALLRLAEPFMLPPYAKIGLIDPHYLRNPERKVDVAGWTKMNASEQ
EAAEYYQNEAMVTAKPNFISDVFYLTLGWLHIGLVRTLTFYNTYSKDLADRRKQFAQLQRDHAERFANTPQQAMSEVMLK
RYKMQIDQELGVKLTMDAHVQDVETLAKVHQFYSLVAAWLIRILCTDNGVAMPYRPPVPVPFERESAVFKHLPEHVLEDI
TDYCQFILRFDRLLVQEPFDPMIELFIVILANPAFVKNPYLKAKCCEVLFFMTYHRELMLPLSSHPASMAHLIPALLRLY
VDVEITGVSSQFYDKLNIRYNISHILKCLWNMPVHRSKVKDMSRHDVFVRFVNMMMNDLRYLLDEALTKLAEIHVLQDEL
EAPDFAQRPVQEQQEKRQSLAAAERQATSYMSLGNQTLDTFSYISKEIPDPFLTPEIIDRLAAMLDFNLAALVGPKCTEL
KVRDPEKYRFQPKQLLTDLVDVYLNLAHAPEFVRAVARDGRSYRREWFQKAAGVMVRTGAKASDEIERLAAFVDQVDAAV
KADEEEDVELGEIPDEFLDPLMYTLMEDPVILPTSGQTVDRATITGYLLGEKRDPFNRKELAIGDVIPNVELKAQIEAFK
KEARAKARQVREMDQS*                                                               
>Amac_AMAG_02760                                                                
MATKATFYCNITGQPCVEPVITKTGYTFERANLEQWMEHHGDRCPVTGAPLNPDTDIFAAELPAAADDSASVAANMNPAV
STVPAGPASPTSPTSPTAADHHSIRSRSTAGGHTTTARPLSFYEPPPQSQAALDMQVPYRLDTKGAQSEAVYLSMHQGLD
SNMGRRTPQPAGTAAPVAPAAPQPPALTSSATPGPPSSSAAPTPRRRTSAPAARPVSMANHQMAADAALVAALAQQDYRY
AGALTTGGAAAASPHDALPPAKQYRPWFVWLMTALQIAGMVLALVVSYNQTGSPIQTSPQFNYLVGPPTEVLVEIGARFA
PCIRDSPQLPAPGKSSTSAARAILCSLPTAKHSSTDGMYECGFMDLCGKFVPSSTPDDQVVPNQWYRFLLPLFLHAGVVH
WAMNTLFQWTAVRSLERDWGWFRIAPVYIVSGAFGFIAGGSFSSDLSPSVGCSGALFGCIALLLIDHVQSWQILHNPLAG
LIRMLFVVIVTFILGLWPGIDNFSHLFGFLSGLLAGFVVMPNINLSCCAGRRSRKSLGAKATSDLSSVRASSRRVCAGYS
PLNLVLRAASLAVLVAVFVVMTRVFYAGDGRTWCSWCSYIDCIPALGQCQVGG*                          
>Amac_AMAG_06268                                                                
MATKATFYCNITGQPCVEPVITKTGYTFERANLEQWMEQHGNRCPVTGAPLDPDTDIFAAELPAVADDLASVPVNMNPAV
STAPVGPASPMSPTSPTADHHSIRSRSTTGGHTTTARPLSFYEPPPQSQAALDLQVPYRLDTKGAQSEAEYLSTHQGLDS



TMGRRTPQPAGTAAPMTAPAPQPPALSPSTTPQPPATASSYPAPTPRRRTSAPGARPVSMANHQMAADAALVAALAQQDY
RYAGALNTGGAAAASPHDALPPAKQYRPWFVWLMTALQIAGMVLALVVSYNQTGSPIQTSPKFNYLVGPPTEVLVEIGAR
FAPCIRDSPQLPAPGKNATSSARAILCSLPTAKKSSTDGMYECGFMDLCGKFVPSSTPADEVVPNQWYRFLLPLFLHAGV
VHWAMNTLFQWTAVRSLERDWGWFRIAPVYIVSGAFGFIAGGSFSSDLSPSVGCSGALFGCIALLLIDHVQSWQILHNPL
AGLLRMLFVVIVTFILGLWPGIDNFSHLFGFLSGLLAGFVVMPNINLSCCAGRGRSRKALGAKATSDLSSVRASSRRVCA
GYSPLNLALRVASLAVLVAVFVVMTRVFYAGDGRTWCSWCSYIDCIPALGQCQVGG*                       
>Amac_AMAG_13531                                                                
MPQRSSALPNLAPGSHFATNAKHHQHLPSATTTTTTTSATLPTLPATIMTTGVPASAPAPASAPAMASTSAPALAHHHAL
SPADTTAAVTAAAMPPPAIPKLFLCPLTHTVMVDPTASKCGHMFDRAAILKWIKGEYDPARSRALAHSCPVCFAPLDEAM
LAPCYPLKAAIQEWAEQQQLQQLQQQQQQSSTRAGVGATVSGDAGASGEGRNEKNGNAVLSLLRDKFRLGKRNKAAGART
VNNKLTTSSASMPDLRHPPSTAAAAAAPADAHARDPKRSFFSSSRSSESLSAAPGAGGSTTPGHSHGDAVQFASAPGAYP
ASGTALTDPVLSHTMSATAPAHQTLVVTSHGGSAGPAGDSVLSADEAAAPLVPVWAHLVPLVPLHPMLTLNREKFVLGRH
VSCHGRLNLSEMSSRHACLWRQRRDDGLWEVVIEDRIVGHGDEIAFGRKFTSRKAIPTVDAFLDWVFVGTALADEFPASV
KCAKANVTTFDALVAIDDAALLAAGVDAEPVRQKIISAVANWKHEHRFPAYRLALIDPDRYAPVGPPPPPPAGTAPLAPA
NRTAAATTTTSPRRASAPYPVPGPRHASTAAANDVEAAIARMNVGGAPDLVARLRMQFPRMDADAVAVIVQYERLMLSTS
ARRITPDELERRCAAQLADLQARQLAARLAHPLAPLPQAVVAAATGMQLPDSARAAPASHVPSPATAAPPAIPPAAAALA
MMQVLQQQMQLAQQQQQQHQQHQGVPTAVRVPAAPAPWAGAPPPQSPSATAFPPAAMVAAIMQQQQQQQQHQQQQQQQQQ
QQQQFLQQQQQLAAQWQQHQQQQRNYHHYDPADPPSDALPGLSASDIE*                               
>Bden_Batde5_34827                                                              
MSWYKLIGWSNLVADQWKQYGTVEIQIRQKRLAKLGGAGNKPTGAGSKPASANSSPINTNIQPTGKSTSVSMSASVDAVG
GLSDARSRFASAPTTPAVTTTPVATKSSTLAEIAVNTQSTALDNFLNLTNEDWLDRSLGSILQISLKTPAPNGLMYLQEV
VDELKGESIPLVFTTDMIERVIYVRLQIPANSDPTMPALFDYLCGVWTRANSTRQTLKQFLALATENPTAASKACVCDTA
IALLQSLAVNYAGLVLNPDMLDNFPLNHDWGSGFLGYKLLESHDPTSVYPREFITEFITRFEDDGLEDILGYTIKSVVTS
MRTKSIIKQYIQPIRVFQYLVSFKPIANLVTQLSDWNPDFVNARTVEVMSILGPFLSRTGIFPDSDPEIAAKYFSSSNPF
GEDMTDQRGNSIGARNNADVKTAMNGLRDASQLVHTDLFNIVIAIIKAGPTSRECVLAFISHVVKLNISRGKLQVDRRQV
STDGFMHNLLHVCLRLCDPIMDARFSKIALIDLNYPTYTTRLDFNDVTRILVDKDAVDVHVDQWKATHNSETNPQPPVNF
VTDIFYLTLAMHHYGVLSTIRYYSGFIKELNEMRKQANKYKAVRDSGAWNLLQPFVRNANEEGLRRLQNEVDKLVGVKLT
MDAGLMSPSALDYTLRLYNLTMMVLIRAASGMTETTCSVAWDQVACGNIDGVQLFPLPATPPIEFAVLPEWIIEDICEFY
LFIMNNNPVILENRICDEIITFSMVFLSNPNYIRNPYLKSKLVEILFYFTIPLYRTSNGETRGRMDGVFSTHTLARAHLV
RSTLGFYVDVEQTGMHSQFYDKFNIRYNISQIIKSVWTDPVHRTALVQASRDKDFFVKFVALLMNDTTYLLDEGLSKLKE
IGGLQTELAVPLPENSSDEDKQRRKEREGLLAQHERQALSYVSLSNETVHMLQYMTSHSDIIEPFMATEIVERLAAMLDF
NLVALAGPRCTELKVTNPEKYRFDPKRLLSDLVGIFVHLAHRTEFVAAVAKDGRSYSKEVFDRASSILSRHRLLNEMDIA
KLNEFVGKVEQTLLADKIEEEEMGDVPDHFLDPLLYTLMEDPVILPSSGVTIDLSTIKSHLLSDAHDPFNRQPLSIDQVK
PDVELKEQIQKWKQEKQTYRKTGNSPSMDTSL                                                
>Spun_SPPG_00442                                                                
MKVTTPPKKSPTSPAASRLRIVESFLQQADDDWQNEAFEQIFECTLNPDERKVLTALPDLVEEFNAESIPLKFTTAQLER
VLYARLSLEQNASASSPPLFDYLVETWKRIQRVRSHISSVVEKGSSNPSVGEVARRRLEFLDTAQRLVVSYSGLVINPEM
AGSFPQPPSTAELGPSYIAKKLLLTADEVESALPRAFLEDFVNHFSGEGLDEMMGYVVTSLAANMREQSLIKDYQAPLRA
LGMLVSFKPIAAVVPMLKNWNPETTAKTIEILTILGPFLSKISSFPDADPALADHYFGSSNAFAEGGASLDGFYIGSRNP
GDVRSSMESLRNITALAQSNLYNITMNIIKAGPDSRERVLQYLSSAIAVNKRRGRMQVNMRDVSTDGFMYNLLQVALKLS
DPIIDAKYSKLHLIDPDYFNHSKRLDVTEDTRINADKETCERYVKQWHETHPNPEPTNFVSDIFYLTLGLHHYGLMSIIR
QYTTLIKQTQELAKHVEKMKAERDSGAWPGPARMLNEEMLKRFQKQLDKLIGYKLAMDTALRNRVAIEHSLRFYDLVMMW
LLRSTVIGSPQVHYPLTTKAGDSVDWGRVARGDLMGLPLLGLSGDAPLSFGTLPEWIIEDICEFYLFIVRYDAPIFERNP
RDEFLTFTMIFLANPQLIKNPHLKSKFVEILFTFTWPLWRTESGQTGGKLDDVFSTHPLAKELLVPNLMRFYVDVEHTGV
SSQFYDKFNIRYNISQILKSVWADAGHRSKMVSQSRNTEFFVRFVALLMNDTTYLLDESLSKLKQIQQLQIELADPLSPA
ASREDLQRREERSGFLRQLEGQAHSYMSLGNETVHMLQYMTANSEIVQPFMEPEIVERLAAMLDFNLAALVGPRCTELKV
KNPEKYRFEPKRLLRELVDIYLHLAHRQEFISAVAKDERSYRKDLFSRAAGILLKNMLKNESELSKLQQFIDRVEATIQS
SQAEEEELGDVPEEFLDPLLYTLMEDPVILPGSGISIDRSTIKSHLLSDAHDPFNRQPLSIEQVIPNDELKMRIQEWKGE
RRRDVGRVQPMDTS*                                                                 
>Spun_SPPG_01675                                                                
MTTAPPSSPRFSGPLPHFFQVLNLEHDEHARALVMIFTEQIALAEEIVKCREALTEAEEALAKVEQGRKEFAQERKRDEK
RLDEKTRQALKKEKKNAERAARKRGFPIAGGLTVTSTNVLTFMEAQASLASVAGPKDICRVVDVIKEEGTLVSDTGRHFH
TGPIRNETTFQLLCGLAFREVAEAREKVAALEQRAKELDQQAEKGHQGLMDSVRRRYKVLAVRMHPDKLQRPPTEEDYQR
FRELQTAHQVLSDTDLRRRYIQMMDHNAFLATLPKVSKDADQEGHRPVIKRDKDGVQPTRTVLPNDHRRLTGGFPHQCTR
PRIIDSIVTDPKRGHTRVMLTWNCASAEELQISRYEVQVKQRSTGPEASEWIRIYMGWSTEWWTDVLPPGHYSFRVRAEN
NLGLGEWSTFLDYYIEDIQAVRQQRREELERNKEERRSKLAKRLRWQISVVLNQTGNVPTTEKLSKLRTLLDQARRSKMD
EVVEETEEIVMGLEARVAKNEEQHLWRSKLHEYVKAVLKEGGDGRVDKDSDGQQMVEQDAEDEGAEDPDTDEAEDDGKGT
SSSGAGVSADSSVRPPSPTKEGHRATLSDFEEFLVSLPDMYPPDTPYTLPATIRNQIVQTVQALIRNRPPLRVTSIVPQK
NNPSDISLSVSCLDIYQRILAIARAALTHKEYLGGQAGFKGIHTALGVLAREIDDANRSMDKKRQQIESFLKERERSMKA
RAESDCVGEPLRGHGALQARTETQDDTGTAAAAQQNTHEYDKPISEANIKTFRVDVGHHEHIDEPPPPYTPREVGVRPQT
EEDNGGWNDASDPSNNDRENPENSTTPRLRRRGTRGGVRRRKNSETQGQAQASVVSPRQSRRGSRARVRPRSLVNGVAVA
AESAEYYEDAKKGSGPVSLLENAVETNADDTSTTTKCLHRPSVPQVQFNDIELESHHNKSTGTSEPAEIPMEKTSEVSPM



VDIGDDPKLFGFLASLNLEQYLPAFLAHDASWSLLPLLRESDLVQLGITKVGPRKRIMHFIDDAKKREEVQLPDTTATTV
AEWLENLGLSVYAEGFFREEVAFEDLPALAEDDLVNTFEMHKIGHLRKAMASIEGLKTRNKKIPVVPVNEGAPVEDLKSK
PLTNVLDANADSTASAAQTVETGIGFESLDTSCNENARDEQKSSHETDVQETLGQPERQQGVPQKLPASHVPFPQQGLPQ
MLNGGHPPGPYAQAVKESSIDNSLVPQVNDVHSYTHDQLGSRPASLPVSFPDHASGPGTVGLAWGDPNQSTTHPANNSSR
MWPQSRASFDAAFGANYESFVMPSGPTYGTYPGRTDSRRATYEREAPLSNGYGLHGANVYRQQISSFPPQRHQQPHGVNP
IKFGGGVGGGSSVMSSGTRGAGYNTSTVGGRVPPEFVCALTRRIMNVPVQGPDGYYYDHAQLRARLIAENTWRSPITMMY
YPVEAWHRCLHTPDMHLKGLIDTFIATGARRRSSVGALNAARDLWESGSDTQQSRHGFDSVGGTPTVIPSAPVSVPSSVG
GTSAPVSGLKATMGLNGWTADVPGGASIWR*                                                 
>Spun_SPPG_03751                                                                
MPASVASSTAGDSRQEPGDSSGGERVTEFFQEALKRSSGRRSQKAKQEYPLQTIQLDNGTETVLSILRRNWQEKQHRKAN
GEEETDLRDTIQELRQQSDAIQTVRKERVFDDEITEEEMDIIQQRVALQQRQFQEYQRRENARKFAKIRNMFEYLRTEEI
EEALEEANNDEDAAILKFTQTAYLMKLRKRIAEKHQPIQSEVVMTEEQQQAYERLVEKRKKAAKKTTTEESKKRCIRFSR
LRLDDALSQLENGVDPAKVFEGWSDARVRAYKQIKTKPNSYYYRFNAPGEKQRNGPWTKEERTMFFKRLEEVGADGQWGI
FSIAIPGRVGYQCSNFYRHLLKTGEIVDENYTIDSKGELRYLFGKKEGGKGVIRVHSKHGSGGARSQNGGGKKRKRKSAY
GDEDDDDDGNVDDLFDQDDSGNFTCKASWATTRRTRARMEAAEAESEGTPVDAYENPLAGFVDPITLEEVVKPAISPYGH
VMSYASWIRCLSSEERKNICPLTKKPLTKRELVVLTYDNIDEYRDRIVNK*                             
>Spun_SPPG_05721                                                                
MSQAESHKLQGNVYFGQHLYDDAIREYGKAIVGVLFMRYGMLVAKELRELPSVPCGDQQYERAITDAEKAIEIDPKLVKG
HYLLGQALSAIDTRLEGAIHALTKAYKLSIEQRVGYSEEIAEKLREAKKRKWELTDKKRRESESELYRYLTDLVERDRRR
QLEQLDSADDAEKEAMSSQFDNRLSEITALFTKADETAKKREVPDYYTGKISFEIMTDPVITPSGITYDRPEIVSHLRKI
GQFDPLSRHPMTEKDLIPNLALKEAIGDFLDK*                                               
>Ecun_NP_584805                                                                 
MEYPGMNRRELYEVFGHGMPADMDPVEADEAECIRLSYITNNSSENILLTLIPRYKSSYSQESAKFLIETIAMIVNNPEM
AGSAFSPVALIPLVTNTFGASYFDVMECFEKLSEIEGMARKMLLPMIYGLSFKCSQLDAASNIANYTSALEALTGLHGVL
EELKNEVYWGLGNTRPGKDVILDFPIYSGFPCGFPCFLDGFFEPFIYKKCDYAAPALDYLGISTREVVEKSRRSYRTLSD
HSYKMHQIIHSIVKSSKELKANFMKYVSKVISVSKERSKTIFSWRENISDGFAYNMSMVMSRFNRKVIDGDMVDKINPEN
VEEISLDSFPTFCYFTKIHLLFTSCVKFGEYIRSLAYECRLLDGDGGERMEAYRKGIDSKMSALNGFLFMTDLFADEKPF
TDFMTEYTAEVEYPWPDFYYKTLLWMQEMTLDLIKSATISNALNKVMESIMDWRSPIFKKEVVKIVSHRSSAIKFTMLNR
IIDYYNSLGRDEMRMEPRSIIHSIFKEGKVFSRMNVCRRNITFINCMMKDFEYSLSEGLSSIKDIKEDMKVVEELSRELD
EAKKERVEEKKIESISERIGSLRKSIRFSKNKARNSFLYVDGCFDLFTHILDEKPDLFLVDEMISNFVRVLNCNLKIITG
PKCTDLVIKSPEQYGFDAKNLLRRMVMVYIRIRSSKFVEMVASDKMYFDIDFFRTALRICENKYLINESQVEELRSLIDR
LEKVEVIEKVESVPDEFIDPLTFNPIRNPVKLLTSRITVDRSTYDMLMMNGGIDPFNRMPLTEDMVIEDAELKEKINRYY
GCSGQGGEA                                                                       
>Npar_EIJ89597                                                                  
MMEEVLRSVDEYSDELILELIQEEESISEVINILCGVIKSISTEEISRTTDQLQMLYRYLLMVIREPEVFDFVNSDIYRT
VEIFYLTCAYYKLSMHSILNINETGEEILTVLLHGVYKKPQSKRPLYKYNTLQRIEEDSFYNLAVHEDLLKNPMTNKILE
KESMWGLEPVLSENEWIYNQCKNSTLFNTDSSYILNLCPVYYTGEQIGIYTMYPEFFNKTKEDIRKARLILHRVIDQTNI
RFFNIFKTLIMANKDIKKNFISSIYKIYEENTEREKTRYKLTDAESDAKIFTISNLLSRLIQPISHDITKMRSIPADALQ
KCTYLKNTSFPVASSTPNTPRQYTQISSPSSINLQNCSSPKTNSTFLSELFYGKLLYNKISYNHIYTNYNTYTEDISRTE
QTLSGTPDDHRMKYVLSILKSEFEYVTAILSSDAMQVEGVVLMYIVAFLNHMAQTSRLTEVPVFILENTIISLERLTRIK
LERKLSVDEIKKVHMLCVHVLNLRINVNYKQEVVKLILSYINTAECEYTPGIVSSIITYFIDVQVEIRNQSEQLQERGRA
SCILDYLLNNYKGKEEMKKILEVSNTAEDHKDTKTVFLLHMLSSLFEMQERGFEELRKIHTAKNNNDTADTIETAIEHSN
SYFYIVDIIDRIIFTLIEVSPKAFLSSLILSRLASLLNASLITLTNKKSSELRLKDPKSTFSPVSLLGNRIKMYIALKTI
AFVRAVAEDEDMFKPDLFNKAIEICDRKGVLTQRDKAYSILFIKRVANLKEQRIVSSVAYPDEFIDPLTFGLMKDPVILK
TSNTRVDRSTAAMILMTDPTDPFTRDPLTEEDVIEDKEMYQKIQDFLSNNS                             
>Ttra_AMSG_01782                                                                
MADDTHRPLSSSSSSSSSSSSVLSPSSSRPMTPQSRPISPPSRPISPNGDAQDGIRVLCRIRPMNDDELAMGADEAIEVS
GNTVALTVTSYTADETGTLRRSRDLRRDGRTYPFKFHHVFRPTATQHDVYALAGEPLIDDVLEGINGAIIAYGQTGSGKT
HTMFGPDGDDPRAAYESLDEYHKGIVPRLMADLFRRVDLASDSYSFDVTASYIEIYMEALCDLLHPDTDGKPWEGAASRP
KLEIRQTSENAIWIKGVTQVEVRSAADVFALLRDGNRNRHVAATKMNRTSSRSHAVFVLTVHKSEAVSGEHTMAQLYLVD
LAGSEKVSKAKTDGMRLQEAKRINFSLHTLGRVIDALTTHARSKRSSRSTRSSRHIPYRDSQLTRLLSNCFGGNARTSLI
VNVSPSDWNSVESLSTLMFGARSSLISNAPTANRYHTVEELSAQLKAAKTLIATLTAENAALHHALASTSLAPRPLTEAI
EPARHHACPPVNSPVASPSSSVPSHHVAVVVAGSRQLYFSPEQRRRQEFFTFLCPLTNQVMTDPVVAADGISYDRLALGR
WLESHTTSPATGNELLHTHMLPNSTLARLIKLRYPGTLAPAIDAINWLPAELIDAIMRFLDPASLCAAARVSRRWYHISS
AHPVWRALLAADHGITRDAEYVYRTRAGAAVAPRSPPPAAGMLAKWLYHDAHVDALIAAGRRDPSTRARNCGIMLRR*  
>Ttra_AMSG_04087                                                                
MASVCTWEAGCREHDAGQFMVVQGPAHAEFVAQLVSAVKVADLVAASNGLATAEAAGQAESYQWPSEVPTQVEVVWCYAQ
ADLPKSRAVTNAFKSVRRGALPFAYSDHVDTIDTAAVIRGVAVNLAPPLAWPPAFVPAGVPSNYLLVPHLFCTSVKGKRK
KLMAMSPANLNKWLPESQQDTEAPSPASILHPFQQSWLAALLKATRPLHYSLPNTMSRFYTEAFRPASPSPMAQSSLLGT
FFAVAAASKSPARSHAGPKPGPRSPVPEPNSHLRGALKGAGLLGSDRSEADERALLASLRRARDEQSPPAAPAADDAEDD
ATPPPPTAPHLLNGASSSATADAAARRDDAFGDLSGAEAAEMDKRLAAYRDQMAKLEASRRARQVSNVTALFPHLTRDEA
GAALDQCDGDVDETLLKLASPSAALGSFLAKVREAVATSKTSESFRRPPGTLHPEEDTSCAGYQSFCIHGMAAVRRANPA



SGSFAWSTGSTSRKSKAKPKPKPKSTFTSFAPFYRTIRTREEATKVAEDIARIHAEAKEGKVEVRVAPTRLRSTEYKLNP
KALAKVAEALPSLKDKVVREGEAVPLPENTNEVCKLMEGWSKARMRAYAMIDRNPNGYYYRFNAPGEAPRKGPFTQEEHA
IFLKRLEEMGGPGRWGLLSIGIPGRVGYQCSGHYRRMIEAGVIVDPTYKVDESGRARYLEENGKFRVHPRVGARQRAAMK
SKGSAESNAAKDDATDKEPKKGAKKRKRDNTQTPSAQPPAPEAPAPQSDPSASGPPAAAQPAPQPSPSALPPTTDTASSA
PAPVPASVPAPMDDAPPPPPKKTSPPPANPRPTKKRKVTTKLTKPPPSRTSSLVQEQIKRQRKLVSSTRAKAAKKRAKAK
ARARKRDAKAAEAVIAEESQPAGPPPPPKRIRKSRAKPKPRAAGDAEAMELAEIEAATTWKPPPSFYSTKRLRGLCPADD
DVVAQANPLPGYRDPIMLEEVVAPAISPYGHVMGYATWRMTLETRNNVCPFTNQPLELKAIVPLTLGNIDEYRDKIIGLD
*                                                                               
>Ttra_AMSG_04990                                                                
MASLDDMNAIAGNAYRAGNLEEAIRLYTHAIEAYPEEIKLYTNRALCNLKTGRMGKCVDDCETAISLAPDAPTLKSVYLK
GKAIALGGWSVRDGPSSVSRESIDSGLAVDISKADALPLLRHAMKMAFSLSSGASQWVSQISELGISLRIELWREQEEAR
RAEAQPLTGHARRLFQADMREQVSNVESLRNAGALDDAEAEAQVAEIRRVYSNKMSDIAVALTGGELTMQPVDIPEALCC
PISFELMVDPVVLPSGVTYARASIDELLALGGSQDPMTREPISAASITPNLRSVTLSTGLSIPSRGRASSAAETSRSVYV
CGW*                                                                            
>Ttra_AMSG_05255                                                                
MATSATAESGMQAAGGRHRNSRWEELTVAEVLGRSEPRVGAGVGASGWLGEVRKAVAGMGPGEAVRFLVGALTRAGSLPR
YPDRQPERAKVLDYMERSLRSLLGGMLISSPAASAGAYAALIEACSSAYTAQRVLGGLAASFGGDGGEWDAMVLAMMDTL
GATIAGTVARGRASPATSTAFAQPLLPLLRVASAVLAASPQSLKALAASPSLQVGGADEGRSGAELERTLVVGPWLAIGA
LDLVAMEVVFDDDATGGGQAALVYGSMAAVREGTDAVLGEVRGLVRSVLKADKDAAFAMLEALVAANAPRGRIMVQDTSG
VSSRSLCFNLGAVLTRLCEPFARARARASSHLAEVDGSFVATSRMFKLESETLLAATNSELEAWVDVRNASLQEQWAHAR
EELGAAAPSLEEAMDEVRAGAGRYSGTTRLFFLGLRALHQGPVALMRQYMELSQQMSRARRNVDLMEATGGRAAQVQAGK
AFLAQAKAKCLGIQAVVLLPTLVDSMLELYGYAAEWLVSLMVLGPEDSLEGQGALGEALEQAQFPLGAPHPLFAILPEHM
LEDVVEVVMFVVRVGGAEPHMARSVVRMLPLLMVALGAPRHVKNPYLRARIAELLFLLTPGNGRTEVSFAGATYEEVRGS
VGRAFPASLVELFVEIEASGGHSSFYDKFSVRHHIAGITLHMWRVSAEFRAAFGEFAVGAGQALFVKFANAVMNDATFAV
DESIGKFERLNELAGASSAEDMAELDQVRGSIQMFIELANDSVGMLEVLCGGNVTRGLLLGADGLQSRVARLLNHMTALL
LSEQVAALRVSRANEIDFDRRSLLRSIAMMFGHMGREAVFVADAAADERNCKAEHYAALAEMCRTSVLLNESDIVALEAV
FAAIVAAKVAGEAAAAAMSEAPDEFLDALTYEVMHDPVLLPQSGMVCDRSTIVRQLLSDPTDPWTKTPLRVDDLVTQPEL
PHPPYIPMDDTAAAAAVVAHFGLDGPSGSEPSPVLPAEAEAEYPSLGQVQGLEEEEREQVLLRVSGQALRCLRFTAKLLS
ACQAALGLPHDAVEDVVASGMTLSGDGADVSAGFVKLGLWRKIRKVSAKLVASAEKAAVAAPVAAVAADPLRPPVATNDE
SGAEVASWWMATFTEMFGDELDTMRLEPGFNANSVSVLVDSIQKQLGVVSAPGAAL*                       
>Ttra_AMSG_05677                                                                
MALVPTRSVSPTPRQVAKGDQGDATSSAGRSSQTEMGVGGDSGGSSSQERQSAGSMAREVAEAKAAQVAAKASLLMYEGV
GEMPKPQKFVTPPSDSLICPIHLGLFVEPAIARCGHTFCRECILESLDHMAQCPVDAQPLEKDMLVPNLAVKGQINDLIV
FCPYGLKQADNADDLGLDDQWVVDELGCSARLRIGDLAAHERECEFRPVVCPNSVKCGLLRAAALEAHLETCGRIGCPNA
VIGCDFESTIAGVEEHLPGCKFEAMKDVMAATNAQFTELKDMLVLKDREIALLTQTVLDLSHKLENLAGNIEHKLDIYDQ
TICKMHISIEDTRRQVGHSLDEITMVKQRIGSEADTQIYPHLYRCKGTVSGHSGPVWTLAATETLLFSGSSDETIRVWSL
ATYQCLHTLEGHNGIVHALVVYHGVDGDMLISGSSDCTIRVWDVTSFECVRTIDTNENVCTLAVHNNLLFAGTLKQILVH
DLETFEIVHELKDHNHWVRAMTIHENVLYAGSYNTIKAWDLTDFTCKATIQCSDGSVYSLAVTGPYLVSGTFENRVQVFE
RTSHELVHSLQGHIGTVYAVIAVPGYVFSGSYDNTVKVWNIKTWQCVQTLVRHTSSVDALIFAHNKLFSGSADNSIKVWQ
*                                                                               
>Ttra_AMSG_06041                                                                
MVSKFNFAALATLVTGGSFSFLSSSAPSASSAAPPSAASATAPPAPPVLPAPPAPPGSASVPVAPPASGHGSTPSFMSSL
SRPVRPRPPGAATLRRGAATLARDGSQNAPQTATGYGAWLTAAGKAVLGVTALGGAGALAVYAYNWHKARVQADVRKRSE
QLHRERVAALVTGSPVPDEYVDPITLELMSDPVLTADGHTYERAAIERWLADHNTSPKTGLPLPSKDLIPNYALRNAIQR
FEAEVLAAAADYEIDNLKPVDPKDTLGLAVSFHS*                                             
>Ttra_AMSG_07695                                                                
MAEELDNVGFETRLERVQEALRMENQAWRDVAGANNTKPPAEFLGPLSKDLLIDPVKAIDGIVYERSCIKLYLRFHDTMP
NKPSMPASDELESDSELRQRIIEWRHNQVLAHWVDNPPK*                                        
>Ttra_AMSG_10191                                                                
MFCSLSNTVAKEPVVDPATGYVYEKRLIGQHLESDGRCPHTGNPLGMDQLIEVVAPKTAFAAPRPPSANSIPGMLAAFQA
EWDAVMLESFQVKQALLATRQELAHALYKNDAAARVIARLVRERDEARAALTALNKSIPASLPTPATSGGAAGNGTDSGV
AAMDVAGEAAPAPSAAAAAPAAGDGPADVFSPAEFKALSKAGKAVRKLRKKAVPPPDMATTSMVAEFAAADEVPLTHVFP
ADKGGISVAVPVAAGVAAGEHVASHGQTLVVGSGHGVVKIASAVDGSVVATLRGHKGRVTAAAAVADGASVVYTASSDGS
ARMWTRDESGSYHKTHLHNKVHNGAVTGVDVHHTGKLYVTSSDDGTLALYSASDGAVVTQKGAEARGGNTAPLHAVAFHP
DGLILGAASEAGCVEIWSLQTMARIAELAAPAGAGSCTHVAFSEIGYVVAGGFADGTVCAFDLRNQQVFRVLRHSAPVSA
LGFDATGTYLAVGVGEQVAIYGSMDPAADDGDDAPEQSPAAIVTLNSPEGAATAVVFAPKAAALYVASDSGTVHVFTPQS
*                                                                               
>Ttra_AMSG_11531                                                                
MTEQKTRRRLRGLGLGKELGQKLALVLLALLGQKLALVLLALLGRKLALVLLALALLAQKPLTATLASLNPQTPDQMRTL
RLSRFGGGSGGDSPEPNVEAVAVPESEDGGDSMVVPQANAPMAATPVTPKTQVFDPALSLASSSPSAFVAGSSGLTPEQV
RARRLARFGAGGGSSGPKVKVPRRGSGQGTGVEHSTPASRRNDGDVQGSPSPSRLGLSPAGANATPLEVWKARVVNKWLH
PSPPVSEDGPVDVDAAVAQATLGRGHPKDPETPWGKPASGRTPLHFLVSVYGRAQRMAASTTIAAHPGRPEFLAEVKSLC



VSYVLLLLEHADSFPQSRESKASGPAGLVPFLLGVSPGMPLPPGLLPAMLAEIETWASERAAAFAAPLFEALWAGVSKLR
FEDSEAGLYVRALGALVESKTLARVLAEHPLFLGKGTAIETKAGSLVESSTLLGPFFSLSPLDSRSFVAVTFGPSPAQSL
GLLTTRRSGEVGGTWPSSRDEVERTRALVAARHEALVAQLHEVVDKVVRAGPEAREAFLSWIGLVLSSNTARLHSQRASP
MATASEGFFFNLACVMVALCKPFVSKGKAKFGLIYPQYLLVTDRVDVSSDTKMAASSRETEAWIDVRNRTAQEQFEIVRT
RQANEAALRAAAAGGGASSSATSGASGASGTAEAHVRVPTKFKFVTEMFFLTLRTLYFGPMQTVVRYRQVRSSTHRLMSE
MQAMNEGGQRASDAMDRVERMMDAAMGLRLSLETLVLDRRILNEFMQLYAFTAAWLLERADPDGVGVPLAGVPEAFGMLP
EHIVDDVATLWHFVLQVEPAALASVSLDLCISFMMTLIGNPVLVKNPYLRAKFVSVMAETLAQEHSVGLAEFESNAVARE
WMAIILVDFYVDIEVTGSHTQFYDKFSVRHDIATIVMRMWESSHFRGALGEVPAKYPESFTRFVNMLLNDATFTLDESLT
RLAQIRELEVQREDGQGWSALSGEGRAAAEAREGELRSAVRSYMVLANESVKVLALLAQDIHAPLVAPALADHLATVLNS
VMASLVGPHCLELKIARPEQVSFDPRALLSDVASVYAALAGEEAFRRAVVRDERSFSLSVFDKMLKVGSRNSLVTSVQLA
VLAELRQQLEASSAESSALDELLDDVPDEFLDPLMATLMRDPVILPSSRVSVDRSTITRHLLSDESDPFNRQPLTLDQVI
PDEALKARIEAWIAARVSAGKEEVG*                                                      
>Ddis_XP_629703                                                                 
MKKMFLKFRGGGDDDGDDDNNNNDENNNNNDSNKDKMETDEQALAEERRRKRLEKFQINDEELIAAAAAQQQLQQQQQQS
QQSQQQQKGNTSPVRTPNTTTTTTTTTTSPLKPVTPTPITTNKPVTPTPITTNKPVAPAPTTKDSIRQCDIPMTESNYYV
LEKIFLIYLQPNNNLPEKSIYLPSVNEQIKEEIKDGQLKLDKPVLDRILVERLSTKVQGVPAVEYLISCFNRIQQTIKKK
MAIDQQILKDSTELVLLYFGLVLTIPDMFQNTSSSYGIGPVQLMPYLCGETTEELTDEFIFKFLSEYQEDLTPIFEPIFL
DLIKILSTTTLTGNVFPYYKVFSRLVQFKAVSDLVVTLQCWNSPNFNGKEMERNTILGSLFSPSSASDDGSTIKQYFSNA
STMNKNTIGDAFISIRQIQMNIHNGLVDLLKGFLKVQQENKEAFLSWLASAVEKNLERNKLQVDRTKACSDGFALNLCAV
LVLLCEAFVDIDCSKVSMVDTNFLLSGKRHDITKDTRLCATSEEADQWVKDGTIEKPLAHTNFITETFFSTLRALHIGIN
STYEKLKLIGRNLQDIENNKRVLLDSKIKWQNTPQGRLFEGQLDLLTKKEDMLKGITYTIDAQLFEPTFLQKTASFLLFA
TNWILKVINPKNTPLPLPLPAPPQFAALPEFCIEDIVDFFTFVITNFSQVLQYIKLEQLMKFFITILATPEYVKNPYLKA
KIIEIISQFVPSKYSKGNPILLECNQDVKDHMVLALMRFYVDIEFTGGHNQFYEKFSYRHYSSLILKYLWSIPDFRKKFT
ETPKDPIFIKFINMLINDSIYVLDEALAKLAKIKENQTLFDDPNWDKDLTPEQRKEKIEQNDLNERICKSNLSLANSNID
MMLFLSSDKTIISGFMRPELIDRISAMMNYFLALIVGPKCTNLKVREPEKYHFNPKVLLNQLTEIYVNFGRDPRFLQSVV
RDGRSFKNSLFQTCEKILQRERLKNDHELDEFSKLVIKLEQVAKEEEQAEEDLGDIPDEFCDPILSTLMTDPVILPSSKT
VIDRQTILRHLLSDQTDPFNRSHLTPEMLIDDVETKKKIDEWLASKKKQ                               
>Ddis_XP_629245                                                                 
MYNSGNNGKEIDYIDLCNDDEIDLVGVNSLPKSNVNSIKNHSIITSSTITSMNSTIPKSPQKMNSNNSNNNNNNTETTTT
TTTSTTTNTNITKPTVNHLKPSTPKRPKTNKNDFPSKKTKSSAIDLFDDVIPFEDAMELLKNSFELKYGIPNNNNNNSNN
NNNNNKTTQLFENIEHKRESLNKEQLEILDNVLNGKNIFFTGPGGTGKSYLLHVMIKELSKRGIRSFVTATTGIAALNIG
GTTIHSFAGIRLGNQPFKFLLEAAYGKKNNWKSCEVLIVDEISMLDGDLFDNLEKIARIIRLKSNLKYGYKKKIEYPDPS
KLPWGGIQVVLSGDFYQLPPVPSPPPDAHFTRDDLSLVKKRTHCFDAESWDSSIDIIIPLTQIFRQKDQHFSEMLSRIRV
GNIDDKILQELRKCDKPLVTDNGIQPTILYTTNNKVEEMNQKYLEDINREQFEFIALDRNANQENIQDQKKINHLQSIFE
NSRKSCLAASRFNLKSGAQVMLVRNISPTLVNGSRGVVIGFMNQSPDEQTKLIQFLQEQPMLETRQREKMIEQFKSSAIY
LKGQRHRYLPVVKFMNDELEVIKPENYSVFYDNGERIYRIQIPLKLAWAVTFHKIQGVTLDCAQISLNKVFEHGQSYVAL
SRIKSLEGLQIVGDFSKNCFKIDKKVSDFYQNLNLNSKINQTKKSLPPLEDSDSLIESLRNKNDNNNNNNNLNDIINDNN
NIIKDNIQYNNQNNNNNNNNQNNNQNNDNKNIPIPPIQKLEEKQQALFDSTIPIYFLCPISQKIMEHPYVAPDGYTFERS
SILEWFDKRGAISFVTKRPFSTSAILIPNRNLKAQIQEWKNSHPPL                                  
>Ddis_XP_640334                                                                 
MNNIYLNNYQPNQIQQRLQQQQQIPQEYRLINFINNSGVEIYCDAPSFSDEFNINNLLNPGGNGFLAASFIKPPIDITIS
FPYAIDLDRIGILCKVGTCVSQSISFYMSEYSMNELTTISNKIGKNNVRALSQSSGSQQHNQYQNQPPMQFQQNIQQQQQ
QQQQQQQLLSQSLPSFHQQPSTTSLLGVNNHHADLSVIERYPTKMNHQNLGVGNIGGVGFGKQNPLVNPSFSNSTSSSSS
SPFSTSPSRVMLTQSLGNTINNINNNNNNNNNNNNNNNNNNQTNVTNFNNQIDQQSKIIQQKYIHEQFKFIGSLHDLHIQ
DNYYKYICGKNSNNNNNNNNIPIEITNKIIDPNNQIKTFNSNIHLLSRVKSIRIRVTSVSKSSCAALGAIELWGQPSFST
NRDLIQFIYNDNLNNIKNGFKLTPEQFGHYFNNGEQTSSLLLNQYLETQRQQLPHTQHDHSSNSSSSMSINSGYSNGGGG
GGGGGLFSSNNVDWLNNNNSNSSNSKNNMQISNKNSFNLLIPSHMISKDEMFVDQNMMSDDYEEEDDIGSGGGGGGGGEF
FTDEDDEDFKRNNPEIVFNEAGIPTTFLDPITLKMMSDPVTLPSGYIVDRSTIQKHFRNQYFTDPYSGKPITPSDIQTNH
LLCAKIKQFKDHGKRKRVLKSNSSIFKKQLELDMLPQIPKFNNNNNNNNNNNNNNNNDNFKLNSNNTLINNNNNFNNTVT
MASSSFNVYNKSNNSLNSSGFLFVNSKENPITLDENDGEMSITASNSKPSLLKIVSQDSFIELPVKKHRR          
>Ddis_XP_639213                                                                 
MDNDILLDPITMEIMSDPVISKLCGHSFSNDSIIVWLQKKETCPICNIKITTNDLTPNYSLRDIIKHMEQQQQQQQQQQQ
QKDKQLHHQQPDESSSSNIQNIENFRDINNNNNNGEKAIKETPKNKPYIIRELCQDDIQEAAILLEKSTREDIFMNFFFN
NSPEYRISGGTWFCNKMLTYALKKARVWGCFELNNNSNNNSNNSNNNNNNKQTISGIMIAQPPHDVNGVSIAEMFKVGMY
MAPIKLGVSVLSRILKSSDFAERIHQAEMKNHPNKHWYLNCIAIEHSYRRSKRGSDLIQHVLNLADSQNASIYTECDLEF
TQFFKTHNFKTSKFYQQHSNTQDAPHFYTMIRNFKK                                            
>Ddis_XP_645516                                                                 
MNNNNNNNNNNNNNNINNNNNNNINNNNNNNINNNNNNNNINNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNKNIN
KLKNINSEKNNNKNKNINKKACDNSDNNNNNVKETLESYFSNIAPDSLLDNITGIILINPHIVQCSGHTYSYSTLEKCNS
KEPLTNQPFKIEECILNRGKQNEIESFFETQFEKINNDFIKEKKIETLIPILKLIPFIISDNRSSCLNAKRNFEKTLSND
STVNPLMNEIKKLNETQYNSWRELTKQQQQQQQQQQQQQQQQQQQQQQQQKQKQLPQLPQQQKHQPQQQQQQQQQQQQQQ
QKQLPQLPQLPQLPQQQQQQLQQQQQQQQQQQQQQQQQQQQQQQQQQQFINSKLIDSNNNLIVDKRFHIYIKIHLLRQWK



QSIIPSKIIEKDGTFKVEGQLSSESQESILLQIGNLRRERVKFNSLFFETHKNLIYKYSKAIKTYLTHFQIDENNNTNQH
QQQQHNNQNQKQKSNNKNNNQIFFLITGESSKVILVKNFIEDFKNLKKFVPMNEQQMRGRYDWSSLNTKDYVMHYQNGGI
KMEANSKENLEIVSAIVMNLLNKSKVEHVYEVEKEIEILFLEQKSILKLINQKFTNSTRIIGTNKISIKSLETVYIQIKK
IIDEALNGFYEKTIDLSGDDLFIKSKVLSNILKSLQEQCNNNNDELVSIKISPSKSDDTQIDFKNVLVYGNKNQVEKIEK
SIISSKNSIHFQKYNSPNLKEILIVATSNLMKIKEIEKQYNATILINSEEIIICVPCIEKFKLVTADIDSLISTTPSETK
TIQLSKLSSLKLKNLIESLEIKSQQIGIRYYYNKEELNVKISGDPENIKIIYLELLKEKYSYENSIETRAITIDKIRHDI
LFDLKKVGKLQKETFTLVELKVENETIISLNLSNGKIIRIIKGDITKQKTHAIVNPANEKLKNLGGAAFSIQEAAGATFK
EFCESYYEKNGPIGTGCSVYGSKFKMGNIFVINTVGPKNDNPNKARILHMSIHSSLRSATALNCQSISIPAISTGIFGYD
PKEAVPIIIKSAIEFLLTNETTLNEVNFVDLNQSTANIFENSLIKFSDNGTLFHNKNSSINKNTTTQPNKSILNTNYEPI
KPKSLNYEWTWRENDGKDIPYDYDQSIQIEKAYNSRLRLVSIIGDLNQKKNGSTYTVYFIDHNNPSSWYQLNDKLQYTKR
LVKRNIINNNINNNNKNNKNTTPTTINNNNNNNNDGNGFFGQLLKLLNPKTNNNNNKNNPNNNNPNNNIPNNNNNNNNNN
NNNNNNNNNNNNNNKNNNNNDDDDDDDGVVVKSKNKYQIIVKGNINDIRSFVKELEDLVIKYKYSENIINIQIPIDSLSF
IKDKCLSYGVEINYDTKTSNVNLEGLKEQVLDIKSQILEFKNNNKIIYPNRWDHKKECCLVEIEKGGKEWLEIRTRMSET
LPGVIINKVEFVQNRSSYEDYYYKKNKIEAHNNGKSVSVYVCVCVCVCVCGELYLFHGTSATQPESIYNSKNCFDWRFSK
ESCMWGNGSYFAYNASYSHRYSYKTPQKLNQIFIATVLIGDSITSEPDSSLKLPPLKDSTNKNVRYDSVKGNPLGSDIYI
VYDNQQSYPYYLVTYTYN                                                              
>Ppal_EFA83349_1                                                                
MTSSTNCDHQFDQSSIFINNFNSNNNNNNNNSFNSNFFNNNHHQSNVMNSIGVATTTAAAAATTTTSVGCNLIDFSYDQL
GCTIHCDSPSFSDDFHVSNLLSDNKQQRDKGFIAAQFIKTPLDITISFPYPIDLERIGLISKSGTGIIQSLSFYVSDLTF
EEIDANSKSLIENANNGDGSNNHGHGNGMLKPNHSSDIKMNPTMLSVNNQWDISKERYPNQQMKKQSIALQSSPFNNNTN
LVYNKLVHQSFKFVGHFDDLHQSQDKLFTYFSHPHFMDGHINHQPPLNYLLPSQIKPFGSNVYLLNNIKSIRIRILKVFQ
SSCPSIGGIEIWGLPSSNCPPNIVGQIYQKSIAIQSLRSYSQPLFPVYHQQQQTNQQPNFNSNNSNKGFTNQHQQQYQQF
TLPISSSYSAVPSSPPSIRSSTDSDMSDVNSSGFSNDSNSNHTDFDRFLEAHPDIILNEAGVPTIFLDPITLELMSDPVQ
LPSGKFVDRSTIQKLFDNHYFNDPFSGIRITNTQTNFELHQQIQSYHDSKKRKRLIKSRPALVAVVNSTTPTPTPPTTPS
YLQFSNLSVSTTNNKSNDSFDNNPFFHIGSNSSSSSNINNNNSSHHKHPPSQPTTPTNFNGFPQFNNHNSNGFGLGTPLN
FSNNHNNNNNNNNNNNNNNIFNLTHISSSPTSSTTYNYNKPISTSCDSVVAPKEERNMGGRGSDHPLLRLLSQSSLVELP
IKKIKK                                                                          
>Ppal_EFA82893_1                                                                
MIDDREIILSSNSSPPISSSPINNDNLVKRVKVEQQQQLQQSISLDSSGSCSNKNSSVCDDDQDRSTPTPPLLYNDRVQS
SPIKLLKRNTSFNKTNFYNSSFSKSYNNNNGSHSKNNHHNNSYIVNLPLKRERESEKEAESERERESEIEEFKFEYLKEK
EPIDLDNDYSFSPLSPITHVKSEDDNDFFIDIDEDIKDRETTTTTTTSASKYEEVITTTSVLKNNINTNNNNHNNINNND
NLNIKNENIQYYTLNNNDNNNNNNNNNNGNHLGNMKHNNNIPIPKANFKLLPTKFNHLNNNNNINHFNNNVRFNSNKKHV
NNNNNVDKDKQEHIVLSGGPEDIINMVKGSINLSDQVRDDFVADNTYDVNKLNGTQRLILDTVVSRRRNVFFTGPGGCGK
SYLIHTIVNELTKKGIRTFVTAPTGIAALNIQGMTIHSFAGIRSSSASFEDLLASAYSRKSNWKEVEVLIIDEISMLDGL
LFTHLDMIARKIRAKRNLKEYGGNPLEIPWGGIQLCLSGDFYQLPPVPDYRDMNTMADKHFSTTKKRKYCFESESWSQSV
HEIIQLTEIFRQKDPFFSDLLSKLRIGRADDDIINTLSKCSVKKSDDGIQPTILFSTNKKVEEKNDFYLDQINDEPVKYE
SIDFLAENEGLNPQKTFVLSSIFENSKKQCLASKTLILKKGAQVMLVRNLSRVLVNGSRGIVIGFINLSEPNKKHVSEFL
ESKEGQTLETWQRDKINEIMLTTSVFLKPQKHTYLPVVKFSNGQIEVIKPETFSVLFESVERIYRQQICLKLAYAITVHK
CQGLTLESALVSLGRIFEHGQGYVALSRVKSLEGLQIIDNVSRKCFTADPKVNLFYQKLEAKLNNNQQKNNNNNSESTNN
YNEIEIPVFFKCPISKKLMENCVVAPDGFSYDRATIFEWVRENNFSFVTKKPFKITVFIPNHNLMAQISDWKAKNKYLTP
V                                                                               
>Ppal_EFA80902_1                                                                
MSEIQDEKQNIIVDNNVSKDNIVVDENVRVVEEQQQQQQQSNSEVQKEEEEKVESNENSKIKSNKFNKDDYERLITDPIT
ISIMEDAVISTCGHSFDRNSIEGWLKRQPNCPLCKKPLTIKDLTPNYTLRELIQQFDKLQEIELENDDPSKRVIDSKEQQ
EIASQISSMLDQLTVLSSKINPNNNNNNNINSSSNNNVNTNVNILPKPKKDIVIRELLENECSLAAKLMETSCHNDVYWK
KSGGEWYCEKMLSYAVKRARVWGLFYKNSASESRKLSGLMICQPPGQIGVSVMEMVKVGFAAAPLKMGMGPLSRVLAMFD
LSEKTHQQLTRDTPHWYINCICIDPQFQNQTIGTELIDTVIKLADSQKVAIYTDTASLSSLRFFDRLGFKVLRHVSPSFC
PFWALMRYPQSE                                                                    
>Ppal_EFA77001_1                                                                
MKRLLFKLAGQDGEQPEAGAGDNNAQDNQPAAENPEATADDMRRRRMERFQQMEAESQAQGLKQLEQMSKSPSPPLTSPK
STSPPLASSKLAAAATPSSSTTSVKPTTTTTTTTTSTSKPAATTTPSSSSTTTSTVSANAHKIRECEVPMTESDYYILEK
ILYIYLKPTSENKAVFLKSLATELKSELAASGEKCFKLTPDVLDRFMVERLSTAANYPAVEYLIATYNRLKNESKKKVKQ
FVQDQAFSNQLVELIVRYLGIILTIPDMFQNSSTPAYGTGPVQLLPYLTGEFTEELSYEFLQSFIDLYQEDKKDIFQPIF
SYMSTKMTTITLLGDFLSYFKAFSSLIQFKSLSDIFIGSQYWNPPGNNGAQMETATLLGAYFSPSATSNDRAVLNQYFPS
ASQLSQHNIREAFVSIHSVLKNYDQGLYQLVRSLLRSSPEAKEAFLVWICSAIDKNAGRTKMNVNAAEVASDGFALNLVA
VMILLCEAFVDVSFSKVSMVDTNFLLNSKRHDLSSYTRLSATSEEVEEWQKSKQLEPSPNVNFITECFFVTLRCIHIALN
PSFSKIKNISRALRENDNLKRNLNETRSSWQNTPQARLHEANLEMVKKREDLYKGLLLSLEAQLFEQQFIQKTAFFLIFT
TKWLLKVINPNDQKLPLPLPPNIQFVALPEFCIEDVVDFFANVSAMFPHYLENLPLEVLVNFFITVLSAPENVKNPYLKA
KIVEILSEFIPRDNHPSNNYFASLFECSDLVKENLVPSIMRFYVDIEFTGAHNQFYEKFNYRYQAAHILKYRQIVFDACQ
QQCQHATLFVAKGGRAIHETRDSRQNLGDDELLPLAIGRTEMHGTQGARTGKMTDIYLFLAVDERFVQSVVRDGRSFKVS
MFATADKIMRRERLKNDDEMDKFSKLIERFEQAAREEEQEEEDLGEIPDQYLDPILSTLMRDPVTLPSSKTIVDRQTIVR
HLLSDQTDPFNRSKLTEDMLIPNTELKAEIDAWIKSKKQK                                        



>Ppal_EFA76873_1                                                                
MDNNFDEIFKKLSQIEVVVVPPVFLPIGVDSLVSPLYSPYGHIFERSKIESWLEKHSICPITREPLSLEMLKPVIFVSED
ENILEKENESPKHELIQSNQTQPNQA                                                      
>Ehis_35_m00234                                                                 
MTFHFEMVLVLFFIVTCFGIECPNNTFFDNGNCVVCSPYCVEGKCDIEKGCVECINHFQESNKLCESSCEENKYYDGDNC
VDCSQHCINGYCDKLDGCTLCQRGYLAFNKTCIDTSCGELCKPGYCQSSVCSKCVDNYVLINNTCFDNSCNKCEVGHCSN
GYCDDCIKGWYVYQAQCWECPSNCTESGCEDGYGCTECVDGMHLDSGKCEVNIPEEENKEKNWRLGLYIICPLLGILLIG
NVFITMDVNEIRRKRLEAFKNKTNKVESSNQIDKIQQESISQTSKLIEKKDKVDEESKKQKAYLYLIQKVFQCKMTDSSE
YGDIDCKEFYSDHLVVDESFIEMIILHCLTNPKNLMSLSYLAECLNRLSDCVYLDKTLLEMIKKKIIDFMVIVLQCPDSF
PSTESVYTMVWKLISGSQGKVIMKSIENHPDMMEITEIFYQVFLDQLGKIKLTSPEFFEFFSFIDNLLMNEAVALNIVCH
DNFLPKEMTINQLSNTLLGRLLQIFFLEKLDGYGDPLKDDYLIVLQRLLPAGATGQKMIGEILCSLMKYEDSREQTFKWI
DCFYTINKERMKIEYDKDSVFPDSLLLLFYYSLCYVFAKEIKKSTVNFNYFLNTNILELENTTLFQATPSEIKQLIFING
SYTNSLDLTHSTYPIQSDVKFPQIKVEAPSLSTLLFFTILKLSPVCLTQILHTNENIIRALSRARKEQNVYVCDYLKRIL
LSNNAQQFNADACYSMNNFCEYLVKFIFHCLPQNISPLLNQSNEIPLSLALLPEYIIGILSDFIHSESFITSNHLKSSMS
LPEGFDVIICSFVSSQHICHNPYVRSELGEAITCAILNEKDVFNRPYKLLLNEFCKQHLIFSLLCFYVDCEKTGSHSQYY
DKLNWRKMLQECFKTLWEFEDYQKKMIEIFESNNERIFPAFVQYIISDTNLILEDSLLKLSDIKIAEDKQKDKEKWNRLD
KQTQNDIIRSMKENTSIVKNLFASTECTFKFLKLVLQKSQRPFLDKLVINDVAACFNYFLSCIVGERSSEFKVSNFEMYN
FHPKEMLNSFFDIFLYLGQNDKFIQAIYEDTRSFKEKTFEAALVNVKYIHSKSEREMEEFQKLIDKIKNYSSHDIFAQVE
EMVGMDLPEEYCDALLGTLMKDPVKLPNSHVIVDRTTIEKHLMNAKEDPFDRTPLELSMVIPMNDLKQKIMEYVMEKAKE
LKLK                                                                            
>Acas_g204                                                                      
MRCWRARHSTELEASDKPKRQPKDRHTTPKGKESQNQHDRSSDPSMGRAADGGGTNSRGRSLVPPEYLCPLTNRLMREPV
IGQDGHTYEKKAIEEWIKKKGTSPVTRENMSIYLLLPNKELQSKITHYTSTANLHVIRRAETSSSTSSSKNATKTLRKSS
GGADVEMREMKRSAKNENGDASTTTTGGGEKMAGKGKRKDESSGSDTRERLNTSGGAGGGNSDPDETRKKAKREGGMKSS
AAAPATLANSYMLTTTMAMDAVEHSYIGTGTGGRDCDRDDALHGSQCSSVGSQRGGCKPKSLKDEMNRFVKDHHHHHHHH
GAKHSRRESDAAHNSSNSRMDEPRSSESFYGAFNASNSRESVHKLWKEARKHYRKGPQRNENLALLFLEEAADLGSIDAM
YKLGSFYFKGRGGQKTPQQAFRRWKEASALGHLKATAKLGFCYLNGVGVSKDNGEAIRLYMVAASEDCPAAMNDLAWCYQ
NGQGIAKDMAAAVALLTRSAKQGNKHALNSLAWAYQNGEGCEKDIGKAIELYTKASDKGLPVARWNLAWCYHNVVKDLPK
AVETYTKAADEGHPGAMWILGRFLETGDIMGRDLKRAVEYYTKASNASHAPATASLASCYFYGKGVEKDLNKAIPLFVQA
AEQGNKQAEFRLGQCYEEGDGVDVDHALAAQYYARAAAKQLPEAMVSLGLCYKLGKGVELDAAKALGWFKKAMQLNDAGG
MLRLAECYEEGEGVGASETKAFELYEKAAMRGSPVAMYRLGQCYEHGKGAGKDEKRAAAVYLQASKAGCAEAQNYLGLCY
QFGKLVQRNPDKSFQLFQQATESGFVDALYNLGRCYHHGEGVAKNMAEAVELYTKAAALGQRSAQWKLGMCYECGEAVEK
DIQKAVHLYIQAAKQGHSRAQRHLSHCYRTGKGVPVDLAKAKKWRQRAIENGERP                         
>Acas_g529                                                                      
MESSSAVEELSSSSSSLSSSSFSLNPPTVLDDHREQLPPPPEELVDPITLTLLEYAVVGPCGHSYSKETITKWLSTGPRS
ECPVCKTAITQQQLIPNWALRNAVERYELAHGLQKKKKKQEQKKAAEPEVENVKLESHQAPIQPQALPLPPQPQQPRPPR
PQAQPQPRPQPPQPPPPPPPMQPMERVVKYVPASSSLCSLSFGPWSNCVCGVPCVAMVRQQLKNVMCVSGALFPLFVVLL
VLALVVDAVYLMTVVGLMGIGAWLLILVVLPLTFCFGGARD                                       
>Acas_g886                                                                      
MSLTGDALEAAVRRLLREFGNQLDREVLESVLEICGGDVDQTVAFLRVQNDTDYVDPGPQQKESIPKDYMDKPPGYAAPK
AGEGDTSSAALRLKKVLLSGEAGFEDHLTAVDKVFPEYTAVLLMLLHKNVELSTVTKSRVLAACWQLRKHELADHLVSLE
NHFNIPEVLKALKILDGPRRLRALEKKIARLEKQATAKPKTLGLLRAKINDLKKDVPGVETQLTSVSGALAKRVKKWTLS
LSKENLDFYALQLPKEPWQELADLVHLHPSDFQLPWFLSFVFGHPAPEDSLVVQAQKLTPENAEELVTQYKFPYSFLRKN
LPDMSLKVKAQVALYEKLDTLVWYYEELSSNEVDAIIAQRIDAGEEPNFSYGKLMERLLYFKMNGIAFYHKLVPVAQKRL
KDIFLPLEPPVVVMGDASYSMDIAIRTATIIGSLLAALTKADLLFFNVKSFTPKTMPRTIEDVLECATSTPADGLTAPAC
ALWDYYQKKTVVKFFIAVTDEIENEKSKGEYFAQLFYKYYTEVYPAKIVFVSFLENPGEKGRMVKSLENLGIVPLQFRLD
SHRPDLTKVDTLLGLLASECSFFPVQVDAVAQALRRSECRLAAALEQMKDLPFPDQPLGKQGGEDEEEEGKGKQKAKAHD
DNEPPEEFLCPITQELMKDPVVASDGHTYEKLAIEEWIQKKAVSPMTNGALEGKLYPNFSLKSRIAEWKQTHNAE     
>Acas_g973                                                                      
MYAEADDGSEAEDLPDVSPINSPINSPVRTMSQGSIAPDHAHSEEQYGSAMEPHLERQMTPAATNGDTPRSSRSEASGMV
MDMEQYHNRKRKRLLEPTGDKHSSASPSSSSSSLASPASSPSASTAHHHSLSSNNSRGHDQAANKSAGTAPPAKRGKSVS
SSAALTSPHTSSLPSRPPTTWPPPPGRNNNGRPTVPTPKISPSSSPSPQAKPPTIASATAVPLAALDTQVPEPVEEVEEA
DDDQPHDDPELTAALTELLNTPMFTTPQHLMCPLTLKAMNDPVVTAGDGYTYERAAIQAWIQQRLPADRASDDVPVPGPQ
GDPVSLAGLIPSRTTRDAVARWRRRRKALKKTIRQGRSEPVAARRLRRCLRDVRARELGHFEKAQRLSQIEDELLRAHDQ
AELLGRAAGEKAALIARQEANLAEHDARVVEAEEQLRALVRRLEELRASQEAERQRLEALQHEALSIQQETTALHQESNA
LQQSGAALMREREETKVDLDRAWEEIQACIAQLEEARKLSVDLQQVVDEHPGTRSLRDKLEESNQDLHRLHHEINQLQNT
IATELCSRARMMDTEDPYRAEMLLRACNLGSTEAQYKLGKYYLIHEGEERAKALGYFMHVVESGLDETGRVRSGLSVQEG
ALVSKALYNVGCCQRRGVGTPVDCALAYHYFAMAADSGHAAAQNMMGDAYNEVGGVFPRDVEMAFKYFEKSSAQGDKMAT
YNLAILYQSDEIKARDDRHAFNLFKSLAEGGDEDSMHEVSQCYREGKGVARDMEKAEYWLRKRQTALAENGGSAKAD   
>Acas_g974                                                                      
MEKQCMVDEYQPGEFSLTPAATPPPTRRRASSRAVALTPKMKDRDMDAIQDKKLMQHLANLEKDNFGFTEEDAAQATAEE
DAEGPFSKKKKRRKSGLRRLRKYNFDRVLEEEAEQDKDAEVNYFSVQAEPSRLPPRHFCSVCGYFANYTCTKCRSRFCCV



RCKATHEEHRCQKFKRAPLASLPPLRPSAPEASPVPGQVVNNDYLASFRGAADLSPEVSPLGSPISSPTNSPSRTAPDHL
PDFGLARSSSSSETDAKKAAAPRPTPLLLPTSNCANSSPSSSSSTRPTPSSGGSSLKRPLLPVLPTGLKKPAKHTPILGL
SSQTTPTTPTTTIPSRSSEASERRSNDGEHDRKRKHDARVGLSLPNALAFAAVSPKKARGGAVDSTKGTSASASKPKADV
GLARLARHIKQERFHEHDADQMDEEGGPDVRDVVEKLANTPAYAPSEHLMCPLLHEVMSDPVFAEDGFTYERSAIEDWIR
RLLPPDRANDDVPVTGPNGDAISIAALPPQPIHALQRNHFEKAQQLGQIELDLREVQRKEHEAGSAVAAKEELIAEKEAR
MCTIEAQLHELSRELEELRAIRGAEKQQLAPLQQEVDALRNQTSLLQHSGAALFCEAEEARAELNNVWAQSIACRAQLQE
AKELTNEVQKVIEEHPEAAAGLRHKLELSAGDLGHLRQEIDDIQQQIAKELCRCSRVIAEEDPSRVEMLSRARALGSREA
RYLLGKYYMRCTDPGLKAPTHLHRCIPVAIALSSVARVAQAKAYSYLTRIAEPNAEQDEWATKAMYQLGLCHLYGIHTQA
DPSLAFCYFCNAADRGHARAQNMAGSFYDGIMSPAMPRDVELALGYFHKSAAQGYRPAQYNLAVLLLSDQARDEPKAFAL
FKELAESGEKESMLKLSWCYEEGRGVRKDCEAARHWRRESSRCEVKPANR                              
>Acas_g2167                                                                     
MANPSLFCYNNKPFAEKDFVSLQNLGQSCKRQDTSSTGRFGIGFNSVYNLTDYVAFVTGSSFVLFDPHRHFVQGDTGERM
DFVEDRIDSLSPDKSALASCFKLFGNDMQSPFSGTLFRFPLRSAALAQHSEISSAHYDGPSMLRLFRRFITEASNDCLFL
KFVRRISLEVWEDKAEQPATLFKVEVSARGPDLANRSRVALESLAATAEYSYTLTLRQTVHDALAERLFSEVPLGTDQPE
AQALPRGESEQEWLFAAYCDVDGPGPAAAVIEGRAYCFLPLPVITGLLPHLNSFWELSSNRRDLWKGDNMGSEASKIRGQ
WNTILKQHVVAPALLHLYAQIKERYLDTGAITAEQYFEDWPTFNAAESEWRDVVTSFYSLLWSSPLRLIQTQGNRWVQCG
QVMEADQAFSDARHVTQYLVSQGQQIFPAGGVWQEIIHSFRATGLQLSQVTPQLLRDVLRESDPSTISLDLEVQHSLLSY
CLVDGSPDLVGLPLVPVGRGGTACFGALDDEPILFLVSKSQFNLLQEQAGERLIAVLPSDSRRELFEDIARQKSTNVHMM
DHSMMAELLGQTAFTGVQPGVHQASWHREGGLSAQFVSALWDYLVEVSWQDDAAPLERWPVVATQSATLVSMSEAGRASL
LDASAADLPSNVQRAFEKLGCRFLDHTICRGKLPQGRWTLMQAEAPNLLRAAGNASGDRLAELSGQLSPDEKRALFQFLV
NNAPTGAVEKTILQSLAIYPLCGQGDDKFGSAIRREMAELGTPEAVLDDHFIKVDGLDQQAHFLSHSVGVVKLSPVQVEV
VMLQVLKELLALADEDPTIIAQVTSLPFLRVATHSGRGSSGALLAPSDALDPRCEVLARLFGTQALFPHGSFASPTVLPR
LLEVGLQSQLTPRLFLLAVGAITRENDVVKAEELFHTLTCDSDDLLQGGDWEAAFAQVAQKPWIPSRKLSLLGWDAPLPL
PLVLAHWERIIDFTAKLKALEEGPISVDVCQRIKHTTMKIYDHLDRYIGLKQLDRPLPEPGVWTGTEFVSVHRVAWDAPE
VDTAGVLMPIPSSLRLRECLAKAMKIKPAFTAEDYLQVLVAICDNGELAKVDTVELLLLHLAKQPRGWLVAHGSKLRAPD
IERTAYWPLGAGIRGLDESAQTLRGIDAPVKLISERIPRDIAAKLGAKSLSHLLQDEFSELIGVEYGQEEKLTSRIANIL
HNYSHEDLLKELVQNAEDAGATEFCLLLDKKTHASNLLFNPMMAQFQGPSLLIYNNRTLLEHDIANISRLGDSHKLESYQ
KIGRFGVVSRRSRGCLTTSKNEALSCLLFLRHLQQIAIYVRETDGRVRLHSMAKRTAPALSVPKLLESATQQFTEKLPHP
SSAILQPCADELSFTLTDRSGKQEKQRWLLAGCVGAGMWSMALQEQTRDSGKVRMLPWASLAVPLTGTQGLPVHINGFFE
MASDRRALWQNQFSEQDVRQKWNRLVFQEGVARAVHGAQEALVQPLLEAVSGEALFFSKGCCQWKRLSEVVQAPRLSPGL
LKAFVDYGLPFVELARAASLALSPITEQRSARAQDFAWVRSSENFLDEIWRYCLSDSPKDQALDSLLYWPVPVYGDSNPH
IQRLGTCELIIIPDPEVLQLLPAQKHKYCLVLEFVQKRWASLSNNPKALTQLRVKLGVPILDAGFRNVRCLARLISSSTA
DGVLEALRCAPSSSFCRLDPDDRATLLSMVSRAQDREGVLSLPLFERMDGTWTSAASSPLTVLDPVIPPELVPSGSAYYK
WKPELYRNVPCTLIDTKTFFAQSVLPRFGHFAPKEKLRVMRFLKQQDLARRLVDQLKTIAWVCASGGGWYQPSRLFDPQD
QLLRRFFAANDFPGEPFAGEEWAGLLRQCGLRQLNAELVRQCALRITQACLPQSEKYSMASALWKRVVDDNHNDQLQVLT
QHAIFPAHPLSASISNKACDPSLLPLVKVGDCAQWTHRDLVWTVSSVAPNDAEWTRYYSRVRSQLAGPEASLVLQHLKTL
ASMAATRRPEWDTALILRIYEYLRNNSFRPPALTFSKLKKNYAPSLYKLPEVCLPYYDFVVTYLQVAELPSVARCKQILS
TLAKSHLRETGGDMVFDRLSPNQVPLVHKLIRVIVMRGEHLDDSFVPTTRGYMVRFGECVTNDVPFLEKCLNMDAFHVLD
RKLDRLADRLHVARLSGLIDERRAYASDGPATRHNGTTERLTDRLQSAEFRAALVRIDAARQRIERQPEQEKELARMLAD
LEHMTVVLVDSLHTTFVRRDTGQTHRIFVSSSLPAYVDTTDLVGRHLSLFLFHEDAAFVSALLRCEPEDMEALLDLLMHE
DYEALSDVDGDAAASPLSIDEMVAYSLKSIKGKDKREDDEAGTEQAEWCYGIVIEKIDNADTDEPLYKVQIGAKTTTQLA
RSHLRRFSTRDGTRRRRQLQPRETSGDDQQRLQAALRERLTCPISQDIFVDPVVASDGHTYERTELGAWLLSRTESPVTR
QQLRPELYPNLLAKSLADLLPKLE                                                        
>Acas_g2486                                                                     
MSQYDLSEDEAKTVILEKENELKEKVGSEGLNTRVFKRNGTVVYSSSERRASNDSTSSGGGGGGGGGADPRSPQQRMSPP
ASPHGIFASLSPRSGSPPNMESPLDYFGSPPTPTGGFQRSTGRLSVSSPASTGGGVSAPASGTPCASYSSLSIKKHDLMR
GGLGATPTPTTSSLSRSMEDLLIDPISLELMKKPVMLPCGHSFSRRTITKWLQQQNKCPSCNTTATVEDMQPNYALRAVV
RQYKKKEAKREAKSSSSTSSTSIITSESGSSIKKLSIPSSGKKSMKKEKKKKSSSSKKSSKKANKKGDHDHRRDYSSGTG
SGGGTGEEHLSPFAFFNAWVNGKDKKAKEERQARQRGDDDGQSDDDDDDDDLKSSPEHGGRTETSDANVEAPAMMDDACR
QRSATVLSFDPQAAQLTPEQLGGAGGIVLSGSWYDGFMDTIPAEPGAYQGFLGDSGASNFSASSLASSAATIITSASYFN
DGANDGGDGGLIMGDGAMVGGHEPVSMGGLIGDDGGDPMGSVGFTSSLFSFDEPSPGKGTSKQENEGEGENEDEEEEGEG
EEDEEESESGSSDDDVVDGHAGSWPNKSETIVIDGRGDDDDNSESEQDPATSKQEKAAKMHGLIERFKALSSSREKAGGA
RGSDSSDNDGSADGDNKRKTDSRDRDALNKAKQAAHEDNTNNSAGNEEEEEVDDDAEEETEDEADDGGDDDDGEADGVSS
SSSSSMTSSSSSMTNSGGATSSVSDESEQSEADRRRSVEAKRKPRKKKKATATATTKTQEAEQKKLRRRTTDEESERKLR
LALDVEVPHLRYDMQHKGIHVIVSVRAQSAPNASLRASSLVAAVGSPSQEKSGGGGGSLHHHHHHVHNTGSGSDASQALG
GERAQIAVIAAIDRSSSMKGPKLSLVKESLLFLTSQLSPGDCMGLVSYDEEVTTEIPLTFLDDAGKDSVLKAVSNIKTGL
WTNLSGGLFSALRLLEKLPSNHSNMVCSILLFTDGGANRGLTKTFSATLTYSSLPGGRHTTISSECSVARPTALAIPGDS
APSYEVDKQRNRVHTADAIKQAIAEQEERRFDSAVAILSEAIQQIQQSASASDPFCVNLVENLNECIMRTKRAKASGRDN
KISYQSSLALSHSRQRSTHVRGTLTYSTTAKASTTKKFQTVSKSLPVQASPQHSPQKVPRSHSDIKFLLANTKQLFERIR
LIYALVEDQCNTKNCPNMTAGPKFEYLWKDEGRYKQATALPAPQYISLLFQTTEQIFTHTPSLPKIRDSLRRLFRVYAHI
YHHHVSFFDDIGEMKLLQSSFIAFVRFVREHGLVDDRELLPMHALIQKLKFANA                          
>Acas_g3967                                                                     



MQNIKAVVVGDGAVGKSCLLISYTTNSFPGEYVPTVFDNYSANVMVDGRPVNLGLWDTAGQEDYDRLRPLSYPQTDVFVL
CFSVASPTSLENVKSKWIAEISHHCPEVPVVLCANKVDLRDDDSIISRLRDRGQHPITYDEGAAMAKQIGAAHYVETSAL
TQAGLKNAFDVIMRVAMGGERASSYKGKKSKGRGKGGKSAYDAKPALIPPVLPKPTHAPWTNIQTSTFADDFKGLLESSA
EADVKFVVEERAVKAHRVVLAANSLLFRRIFGADGAQSAEATTAAAAATVKAKAKQSQSQSNKAASKSKSSTSAKKKGKG
ADDKQQQQKKKTKKNKKEKKKEEEEEAKVEVADTKGEEESKEADGGEESEKDPVLTCDGHTYERTSIAEWLQTHSTAPIT
GAELENKALIPNHLSESESEEEEEETETQHRADADPSVPPLHRQINAGQIPGFSSIHRGRTSGGGEEGVAYTIGISKRVS
HAVFARVLEFFYTGIATIRDKLDGVQDLLAAAELFGLEHLATICRNVMDDSEFLNPSIGTWLNDEAGAVAKQLFLNRPLF
SDVAFEVEGKRIHAHKAILMGRCKVLAAMFSGLFVEDSLETIPIGDTSLESFLAFLEFLYTDHSPTLREWRLRRHSHPRQ
PLRRSRPATSDGIEKADIDVVGLLHLAEQHNADQLVGFCRHFIASNYQPMSKRPEFSTLEGENLEYIEANQWPPKSYLAE
LAVYEKAIKETDKDAKYSTRAQDRDQR                                                     
>Acas_g4427                                                                     
MGMRRTFESFVDFDPHPTRSCLKSESGKTQNFTFNRAFGEYALQEEVYEYAAQPMVEDVLNGFSAAIIAYGQTGAGKTYT
MQGPGFDDPKLHELGYDEGMKGIIPRVMEEIFFQVAQAPPHIQIDVCASYLEIYMEKTRDLLAPHRQLEILDQPGGGVIV
TGAEVLTMLSSNEIIATMQRGARNRMVASTKSNDESSRGHAIFLITVTKHDAVNQLTQKAQLYLVDLAGSEKADKTGAEG
LRLDEAKKINQSLLALGNVISALSSGDKRHVPYRNSKLTRLLKNSLGGNARTTLIVNCSPNSVNALETLSTLRFGDRASR
IKNKPVVNQHRSVEVLEALLKESERKNEEQARFIQYLQAELERLSNNNNNSASGSAADHPAGDRGQSQEQPAVLRGGGKG
KGKEKLHDECDGLLYVDADKENRVPTTTTPVGPPPPASYDSAHHQAEGEESARKEQHDERVAQITPLTRRPVIHGNVNHR
HRQEMLHYVCPLTRGIFKDPVFCADGHTYERQAIKLYLKGYHRSPLTGQRLDHKKLTPNYHLRKLLAAKRDCDPVFSTVN
FFAVLPYELLCLIFSQLDAVSLGRSMMVCRMFEEVLRDDVFWRQMLVRDAPDKEANKNDPRPRERYVKLFLDRRAALRQA
KRLTTAAVLPLGHTGDGGLCKACRRGEGPDSAKRKREAELERAAEAEAARKKRAKLRDYREAQAPCVGCGGREMLSVEAR
SGQWNRYTLPSGEEREGCLPQLPGIADEVVGVVMKLCVDCGTIVGFDSAALKAAIARAEVIEE                 
>Acas_g5978                                                                     
MPCCALRTTYAESLSRVYKQVTDMEHTMPQWQQSPQAAAMQANLARMKQRREGMHRALLAIDAQLLDPRLIQAALNFYAF
SAKWLCHLVDPENKGLPLAPPEMEFGALPEFLVDDMITFVLFVLQSSPDAISSSIAVTSFVDFLVLFLGSSQHIKNPHMR
SKLVEVLYEFSPDADRDQMRSFRGVRLPFVFQQIDSNPTAIKYLTPALIKLYIDIETTGRHAQFYDKFFVRRHIALLLKY
LRGLPQYEGAMNAASQNTELFLQFVNMLINDATYLLDEVLHKLEEIHTIEVEMQDRQTWEAQPEEARAEREQTLAQNERQ
TSTLGILSNETVLLLLYLSEKAPETFLRPEMIDRIAVMLNYYVIELASTKCQEIQVWDPAKYNFTPKEWLKRIVEIYLNF
GQHKAFKEAVQRDGRSFKPEAFRRIVALLKDQMILSLPDIERFGVVRSRSRLMEDPGHLALVEQHHGPLGQSRVHLLSDP
TDPFNRARLTIDMLQPNTELKARIEEWKQSKRSQ                                              
>Acas_g6474                                                                     
MGNAAPTAQGAEDKDVLFSASFICPLTHEVMTDPVVDPEGNSYERAAITAWLQQHDTSPITRAPLALADLAPNRALRNAI
DERRRELGMPPLDDVVVVAQAKKDGEKMKVTDEGEVVLSIEARKVEKEEREGVVHDVLVSVRPPEGTTRTPSDICCVIDI
SGSMGTEAKMKNASGREEKHGLSLLDVVKHAANTVIASLTEQDRLGVVVYSTTATTVFELTHMTPEAKARAKARVDALVP
DDTTNLWDGLYTGLEMLGKQAVKGRLAAVLLLTDGLPNVSPPRGELATLKRYRDQHPDLACTTSTSFVGTAFVNTLSNQL
ATMAGNVRLSLEPLNGARLLYNDEDGAAGQGQQVDKTSWGAQVNLGSLQYGQSRDVVVRMALPADASAAAEPYLSATLKY
EPSGAQSTVECRAEGVRRDGDGVEVEVQRLRLALVDCLGHAMHTMKTDPAHALDGVKRLAREVDALSSRDQRVAGLSEDL
TGQVSEALSREDWYKKWGRHYLPALARAHMLQQCTNFKDPGLQHYGGRLFQRLRDEIDDIFVRLPPPKPSVRATTHDPTY
RPPASMQAYHNSSNPCFHGDCAALLADGSTKPVASVAKGDLVATGAGDNGSAHVVCVVKTHCRSGRAQLVRLDGSGLLVT
PYHPVCIGGEWRFPCELGTALERPCDAVYSFVLEAGGHTMVIDGVRCVSLGHGIVADPVVSHPYFGSPRVVEDLQQMHGW
AEGLVEFETGCLVRHPETGLVCGFTAELGRA                                                 
>Acas_g7073                                                                     
MSYDPDESFQLTIPPELRCPITGDLMEEPIIAEDGHTYDKKNLAHYLETNKASPVTGEPFVGDVVQVLNTTRLKQIKWWR
TLEAGAFDVKEVPLTLRRIGEQVRACKEGHKNGANELVYLEEELALIIENLQKLRRNQLKLATVRQSSRVADKLKEIEEA
KESLLRQEAAVEDRLYQLHGAATLAQSQLTYQKMVLLSLELKSKKVKNKPLFRRGTPVLPKDEKKEAKEDKKQLKDFLKV
TDTLEKELNALVAEDNAIGQKAVGIRAMKKTGTRRQVIDEVEELWEGESECGELPEDASDTRDGPTKNSELTSQMLQRQL
SERSIGAMSSHSNGSDRSQRSTASSMRSWTTAHDLERLAFANQTDLEELQQDILGDFVPSSKKLNAHRDEINVVLTTPDG
RLASGADDACIYIWNPKTHRARPEKIKAHSKAVWALQVVMRKGVPCIASGSWDGGISLWTAKNGKHKATMTGHKDAVFRL
AVLPEGELVSASWDATIRLWDPDTSACLAILEGHQGKVRALGVLPDGRIVSAGDDRVVRIWEGDGSRGGMRCGRMLFGHD
KPVECLAVLLDGRLATGSQDHTLRIWDVDTGECMKLLHGHTDTIRTLQVLRDGFLASGSKDKSIRLWHVNSGTLVYSIEE
AHAKDVVSMTLMPSGRLVSCGWDKALKVWNFPVRRE                                            
>Acas_g8760                                                                     
MDTDICEFLDPISLTPMEEAMVTSCGHSFSKSSILQWLASHPTNARCPVCNATLKPDGLAPNWALRSAIAKFAPGVTSTA
GSHLSFDTRGQAEASAPLITVKPCKNEKACTH                                                
>Acas_g9094                                                                     
MSDDEESNSYTRPATAFFDEPITAHYRHWLLQRKNRASAMAIEEDERAIAGHHLRNLLIQQWEERQKKELEEDYTEHDAQ
GASDAKQLLNHHSTIATVRKDNVFTSELTEEEQEIVRQRVELQRKQFEQFMKRQNEKRTRKIRSIHPYITEREALQALKE
CNDDENEVVEKLMQAGFFHEVRKAIATEGRTDDSSDDEKGNDSDNNGDIPADKQFISRKRKNVDKKRLKRLRLDEALKNV
DEGNFEGWSEARIRAWQLKDKNPNAYYYRFNDPGVEQRNGTWNKEERALFFQRVEEIGVNGQWGIFSMVIPGRVGYQCSN
FYRHLVETGQVVDPNYVIDEKGKAHYLFSKGICKHTKSHKRKDPDDAPQVKVKQQGKKRKGRTQKKKKGKEEDEDAHEED
DDEYVPPSSLKKQKGDDEEDEEARKNENPLPGFLDPITLEEVERPAIAPSGHVMDYKSWSRCLSSNGGLCPLTKQPLKKR
DLVILTWKNIHEYNDRIVNWPDKK                                                        
>Acas_g9592                                                                     



MADAMRSILEDPITLDLMEEAMVAPCGHSFSRESIERWVRDDAKHFCPLCRQALTLDQLRPNFSLRDAVEKYKVANGEPA
TDRRGLNITRPIAQWSVAETQEWISNFEDWVEDSVLITEHKIDGQTLARMTEEELKDKLNVTDDNVGPLMDKIAKIKNIS
NHLTNADRVETVVMDKKPAASTSGSSGVGDIEAGGGGAGAGDNNSRGWFGRRVDLAKESETGCCLFECERSFLCECAHGW
YKGCHFKPYRPPAAIFCEHCGGKSATYARRTFWGICFIPFVMIILFLLFLEAAFWFMVAALSIFVLLCVCAVAIGANS  
>Acas_g9593                                                                     
MEDTMRSILEDPITLELMDDAVIGHCGHSFSQASIERWLQEGSKRSCPLCKHPLAIDQLRPNYSLRDAVSKFKADNGERP
PTERRGLEFKTPIEDWSVADTKKWIENFDDWVEDSVMVEEHNINGKILSGMPEAELQEKLRVAPEHSKLLQIQIAKATTI
SKCLVDYAAFPSLNAMIDGTSSVEVTSSPPPSSSMSTSVDVETGESEIRRERALEEDGPGCLRRWTNEAKESDTGCCVFE
CADCFLCECSEGFYDCCHLGCYRALAALFCEHCGGKSASYGVRTFWGICFIPFAMIFLLALFVEAAFWMLVMVLAIACFI
CVVAVLAAGSGRRR                                                                  
>Acas_g10188                                                                    
MSQGDEFSDESVPEEFCDPITLMLMEEAMMASGCGHSFSKDSITTWLHQNHPVCPVCKHSLTLEQLVPNYALRSVIERYS
SPSEATCIYCYGTDSTYCRRTTASVCLPLFSLLLLVIMSVELVFLFSFWCLSVFLLSPLWILARIPITMLCPLYYESHIK
NTCWNRTFGCGT                                                                    
>Acas_g10189                                                                    
MHSGSESEDPSSMEPEEFSDPITLSLMEEAMMAAGCGHSFSKASITTWLRQNHSVCPVCKSSLTEAQLVPNYALRSAIER
YQTKRGHTVRKSDSVPAQYTAHYENRAGADSYGPPDPVKAPPVYTGTSTGASYGQSPGIDAEADAPPPAPAGAVHSAPGG
GDVEEGCCCACMDEMTRDAREAPQGCCTCTCDGPVYCCKTARECEQRTACPNSSYPWYKSLSGFLCIYFYGTDSSYNRRT
LASVCLAPLALVLCVILLLELVFLCVFWVVAFFVISPIWLFARIPITMLCPLYFDQHIKDSCWNKTFSCS          
>Acas_g12146                                                                    
MESESEAPEEFSDPITLSIMEEAMMATCGHSFSRVSITTWLRQNHPSCPVCKRSLTEEQLVPNYALRSAIERYRAKHPHD
DHHHNHYAGGAQVGVYSLPPDPVKPSPRFDAEADAPPPVAVVPSAPPMGGSEGGDEEECCGCCGCMEDMTREARASDQGC
FSCTCEGPVFCCASAHQCEEGKCCKSPSCPWYVSVSALTCMFCFGTESTYKRRTAAGLCFPFFALLIGLLAVLEVVFLVV
FWILAFFVISPLYLFVRIPMIVFCEGFFNESVKPTCWDQTFGCKSGGGRRGRGRR                         
>Acas_g12175                                                                    
MNGGDSTTVTVTNLGGAPSPLPDRDGVVTSTLAEPTSLSSSVQPSPDAECIDDEPRSSPKRRRGCDDEAQPTRESNQVAA
EAAKPTGPAAGASTSAAPVDPPQPAGGPTAAPVSTPSSGSTPDYGLFVEDHKVELQRVQIDVLLLDLCVDVRVRQVFAVS
KPAKRKLGASDDGTTDNEAGPRLAFAFPIDDVKAGVYHFSARLGPDQVITVKVVEKDHGDDAAKKPTGLRNRALAQQQAS
LMTAKRDRFEVDLGRHRLPFADHATEPEGRRELQVVQVEVELRYMMEIMLARSSLFRIETAEDKAKVDAQRAEQGNRFKF
VFPALFSSPHFCATRLAMTLDGGDGGLSASGDLRLARACLDKDFILLVAVEEPHQPRGWKMSLPLPVDTDDHQQPAEDVS
AVMLALCPDVSSTASEPTLGTSGDAEVSPQQEIIFIVDQSGSMSGSPMESLKECLNIVIRSLPPATTLFNLVGFGSSYKI
LFTDEHGRPKGQALNQETFDQVTNYIRSMGADMGGTNILSALVAVLEGRHQPADSSSYLYLLKRDSGAPPMLSAAGNSST
LPPLPPPTCPRQLFILSDGMMDNKREDILDILRKHSTNTTAFTFGIGGTADVECIKAMARAMRGSAEFISHKHDMEAATA
RQLARALRPGWNDLAVSWLGDNRQGPDEAQHDVDQGTNDMEQEAEEEEELPKEWLCPITGQLMQDPAVTSCGHLFDRTAI
HQWLTKESLTTGRFCPMCHNPLSLREVFPCYPIKSAIEEHLSKRKKSSAAAGSSTKNGDRIAAAAALGQPYQAPFQPPPL
FEGDTLVVYALMPSTTACDSAQVTARGPRGESIKERVVLRTPTSQVSTLLHRLAVRALIKDYQQDNSVWHYRFARVKDEL
KRPGAAMSVQHYARAEMTKLALLYSVVSPPSYAPTSPSYSPTSPSWEPRADPQGTADWMDGVSGLPFPITTSGSFLSPPH
KPSSPVYRPTSPSYSPTSPSYSPASPAYSPTSPSYSPTSPAYSPTSPAYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPT
SPAYTPTAPTSHSPTANAFGAVPASAHPSAIPTYVPSAPVYCPTSPNYSQGWVSVPLSGPAPAVSVVDSALGELTLSTAA
LFNRIVSTQQFQGWWSVRDLVPSCFSEQDVSLLVAVLHEAWRSLLSERTMWASEQGKEKLEDEEDKALPASRDKTKDWPR
IAVTVLVLLELESPAFEARFVVWEPLAIRARAWLRAALGLPSSADLLRLIASVRSTAP                      
>Acas_g13161                                                                    
MGDCGRRKVKVSHQFFCPITQEIMRDPVIAEDGHTYEKAVIEKWLEKSPTSPMTRQQLSSAMLIPNFALKQLIDQWKDEQ
RRKSKGKAKVANDEAQPPPLLPSTKAGVNVADGDEEDENENWRFVDEEELQAALERSVAKPELTVARAQQQATKAKEQAS
AGSSSSAAAGDDGADPSEDAWGTGGWLAFAGAVAVVAGGVAWASSSSSSSSSGSSDVKRKEHADEENTCIVS        
>Acas_g13651                                                                    
MSDNERNSPRDEPPPELVDPITLAVMEDAVMVTPCGHSFSTTSITAWLRQQGSTKVCPVCKSTINENLIPNWALRNAVDR
YNQKYGKRRASSSADEPPVYTHQQLHIDLADYPVKPS                                           
>Acas_g14212                                                                    
MSDNERNNPRDEPPPELVDPITLAVMEDAVMVTPCGHSFSTTSITAWLRQQGSTKVCPVCKSTINENLIPNWALRNAVDR
YNQKYGKRRASSSADE                                                                
>Acas_g14751                                                                    
RDGRSFKPEAFRRIVALLKDQMILSLPDIERFGVFVEEAAAYLDQEQKMQEEMGEIPDEFLDPITFELMEDPVILPSSNN
TMDRSAITRHLLSDPTDPFNRARLTIDMLQPNTELKARIEEWKQSKRSQ                               
>Atha_AT2G45910                                                                 
MALVSPIPAMGERAGSMRFHGIGSPGSRSSRSGIMDEPVSRLIDEKIFVAVDKHVAKSKSTLIWALQNTGGKKICLIHVH
QPSQMIPLMGAKFPVGAVKEEEVRVFREKEREKVHMILDDYLRICQQRGVRAEKMFIEMESIENGIVQLISELGIRKLVM
GAAADRHYSRRMTDLKSRKAIFVRREAPTLCQIWFTCKGYLIHTREATMDDTESEYASPRPSISASDLLQTFSTPESEHQ
HISRVQSTDSVQQLVSNGSSTEQSGRVSDGSLNTDEEERESDGSEVTGSATVMSSGHSSPSSFPDGVDDSFNVKIRKATS
EAHSSKQEAFAETLRRQKAEKNALDAIRRAKQSESAYSEELKRRKDTEIAVAKEKERFITIKNEQEVIMEELQSAMAQKA
MLESQIAKSDGTMEKLNQKLDIAVKLLQKLRDEREELQTERDRALREAEELRSHAETSTLQLPQYFTDFSFSEIEEATNH
FDSTLKIGEGGYGSIYVGLLRHTQVAIKMLNPNSSQGPVEYQQEVDVLSKMRHPNIITLIGACPEGWSLVYEYLPGGSLE



DRLTCKDNSPPLSWQNRVRIATEICAALVFLHSNKAHSLVHGDLKPANILLDSNLVSKLSDFGTCSLLHPNGSKSVRTDV
TGTVAYLDPEASSSGELTPKSDVYSFGIILLRLLTGRPALRISNEVKYALDNGTLNDLLDPLAGDWPFVQAEQLARLALR
CCETVSENRPDLGTEVWRVLEPMRASSGGSSSFHLGRNEHRIAPPYFICPIFQEVMQDPHVAADGFTYEAEAIRAWLDSE
HDTSPMTNVKLSHTSLIANHALRSAIQEWLQHHL*                                             
>Atha_AT2G23140                                                                 
MVEMEVLLRSISSFLNLSSSKHIDLDPFEKYYKRVEELLRVLKPIADVVVTSDFVFDEKLGKAFEELTQDVDQSIDLFRS
WQAFSSKVYFVLQIESLLPKMRDTIVDTFQFLMSSKNHLPDELSPASLEQCLEKIKHLSYEEISSVIDGALRDQRDGVGP
SPEILVKIGENTGLRSNQEILIEAVALERQKEMAEQSENNAEVEFLDQLIVIVNRMHERLLLIKQTQTSSVAILADFFCP
LSLEVMTDPVIVSSGQTYEKAFIKRWIDLGLKVCPKTRQTLTHTTLIPNYTVKALIANWCETNDVKLPDPNKSTSLNELS
PLLSCTDSIPSTGADVSARKVSNKSHDWDASSSETGKPSFSSRATEREGASPSRPASALGASSPGISGNGYGLDARRGSL
NDFEDRSNDSRELRTDAPGRSSVSSTTRGSVENGQTSENHHHRSPSATSTVSNEEFPRADANENSEESAHATPYSSDASG
EIRSGPLAATTSAATRRDLSDFSPKFMDRRTRGQFWRRPSERLGSRIVSAPSNETRRDLSEVETQVKKLVEELKSSSLDT
QRQATAELRLLAKHNMDNRIVIGNSGAIVLLVELLYSTDSATQENAVTALLNLSINDNNKKAIADAGAIEPLIHVLENGS
SEAKENSAATLFSLSVIEENKIKIGQSGAIGPLVDLLGNGTPRGKKDAATALFNLSIHQENKAMIVQSGAVRYLIDLMDP
AAGMVDKAVAVLANLATIPEGRNAIGQEGGIPLLVEVVELGSARGKENAAAALLQLSTNSGRFCNMVLQEGAVPPLVALS
QSGTPRAREKAQALLSYFRNQRHGNAGRG*                                                  
>Atha_AT2G45920                                                                 
MMGKSGSQQLLMDEKIYVAVGSDLGNKSTLVWAIQNTGGKEFCIVHVHQPLYRKEKEKTQKILDKYLQKCRQMQVCAEMI
HIKMESVEKGIIQLISERNVKKLVMGAASDTRYSMRMADLLSTKAIYIRQEAPATCCIWFTCKGYLVYKRESIMGNTSLE
YASTSSGQDSVRSRGSVIPSRQFTISRGNGNVYQLAVFEAEKSKKEASLEAFKHQEVVKEKNEAIKRGKEWESAYLEELK
QRKETEMELKKVREKLEKMRYISENRITESYMLVQKLQDKYNLATKVLRKAKEERDLLIKGRDIAIIEVEELRKEVSRSD
EHREAPQYFICPISLEVMKDPQLAADGFTYEAEAISTWLQGGHETSPMTNTKLHHTKLVPNLALRSAIQEWLHASSSFRK
*                                                                               
>Atha_AT2G35930                                                                 
MSGGIMDEEIEIPPFFLCPISLEIMKDPVIVSTGITYDRDSIEKWLFAGKKNSCPVTKQDITDADLTPNHTLRRLIQSWC
TLNASYGVERIPTPRPPICKSEIEKLIRDSASSHENQVKCLKRLRQIVSENATNKRCLEAAGVPEFLANIVSNDSENGSL
TDEALNLLYHLETSETVLKNLLNNKKDNNIVKSLTKIMQRGMYESRVYATLLLKNILEVADPMQSMTLKPEVFTEVVQIL
DDRISQKATKAAMHILVNICPWGRNRHKAVEAGVISVIIELLMDESFTSERRGPEMAMVVLDLLCQCAEGRAEFLNHGAA
IAVVCKKILRVSQTASDRAVRVLLSVGRFCATPALLHEMLQLGVVAKLCLVLQVSCGGKTKEKAKELLKLHARVWKDSPC
LPKNMILAYPC*                                                                    
>Atha_AT2G28830                                                                 
MAKSEKHKLAQTLIDSINEIASISDSVTPMKKHCANLSRRLSLLLPMLEEIRDNQESSSEVVNALLSVKQSLLHAKDLLS
FVSHVSKIYLVLERDQVMVKFQKVTSLLEQALSIIPYENLEISDELKEQVELVLVQLRRSLGKRGGDVYDDELYKDVLSL
YSGRGSVMESDMVRRVAEKLQLMTITDLTQESLALLDMVSSSGGDDPGESFEKMSMVLKKIKDFVQTYNPNLDDAPLRLK
SSLPKSRDDDRDMLIPPEEFRCPISLELMTDPVIVSSGQTYERECIKKWLEGGHLTCPKTQETLTSDIMTPNYVLRSLIA
QWCESNGIEPPKRPNISQPSSKASSSSSAPDDEHNKIEELLLKLTSQQPEDRRSAAGEIRLLAKQNNHNRVAIAASGAIP
LLVNLLTISNDSRTQEHAVTSILNLSICQENKGKIVYSSGAVPGIVHVLQKGSMEARENAAATLFSLSVIDENKVTIGAA
GAIPPLVTLLSEGSQRGKKDAATALFNLCIFQGNKGKAVRAGLVPVLMRLLTEPESGMVDESLSILAILSSHPDGKSEVG
AADAVPVLVDFIRSGSPRNKENSAAVLVHLCSWNQQHLIEAQKLGIMDLLIEMAENGTDRGKRKAAQLLNRFSRFNDQQK
QHSGLEGKINVQKNAFIFSLSSKFYRSESSKMQRFMFSRVVEHQRQISRGFLSLVPSLSPTAVPAMSRFFPKITASDSTS
SIPFFTPDFINPKKTLEESLNNLEGLTCNQAEREMYLFPQINQQRLLNTTGSRFGQVLGTWQFRCTILPARVNRVREVHE
TSNNEKKQQKQKSSVNEKKPKKKKKSSISDIPRRTKFQKHHRGRINKGVSSQGYICSRYALQTLEPAWITSRQIEAGRRA
MTRNIGRGLTVRVHIFADKPVTVRPPETRMGRGKGAPAFWVAVVKPGKIIYEMGGVSEKVAREAISIAASKLPAKTKFII
SK*                                                                             
>Atha_AT2G19410                                                                 
MVVMLTQEMSGGGGPKAEEGQLFVAVAVKGLIGDKLGGAGSRRAVRWAVDNLLPKADKFVMIHVIPTITSIPTPNILILM
FTRMWVVTAGDRLPVEEVEESVVEMYVRDVKKEYETVFVPFLKMCKSTRSTKRYFRSRRTKGTGVPLTVLRYAPETCEVY
IVCKDRITTKSMDPLINREPCTSPHAAATAHDFLRDWAASFHTLRSPTLPDPRQSTEAGTRRSASARELRFEALSLTCNK
PKTPQSSKASSATTPEIFRRRRGSDIPQLNYSDFDKTCTKPQSNVENIVSEHRDSDRSPPETSRKSKKVEIEEEVERLKN
ELQSTVFKYKQACEELFSTQNKVKMLSTEYLNESKRVNNAVEKEELQRNTAALEKERYMKAVKEVETAKALLAREFCQRQ
IAEVNALRTYLEKKKVIDQLLGTDHRYRKYTIEEIVTATEGFSPEKVIGEGGYGKVYQCSLDSTPAAVKVVRLDTPEKKQ
EFLKEVEVLSQLRHPHVVLLLGACPENGCLVYEYLENGSLEEYIFHRKNKPPLPWFIRFRVIFEVACGLAFLHSSKPEPI
VHRDLKPGNILLNRNYVSKIADVGLAKLVTDVAPDNVTMYRNSVLAGTLHYIDPEYHRTGTIRPKSDLYAFGIIILQLLT
ARNPSGIVPAVENAVKKGTLTEMLDKSVTDWPLAETEELARIGLKCAEFRCRDRPDLKSEVIPVLKRLVETANSKVKKEG
SNLRAPSHYFCPILREIMEEPEIAADGFTYERKAILAWLEKHNISPVTRQKLDHFKLTPNHTLRSAIRDWKSRVRFSNVV
V*                                                                              
>Atha_AT4G21350                                                                 
MAFDLPNDFRCPISLEIMSDPVILQSGHTFDRVSIQQWIDSGNRTCPITKLPLSETPYLIPNHALRSLILNFAHVSLKES
SRPRTQQEHSHSQSQALISTLVSQSSSNASKLESLTRLVRLTKRDSSIRRKVTESGAVRAALDCVDSCNQVLQEKSLSLL
LNLSLEDDNKVGLVADGVIRRIVTVLRVGSPDCKAIAATLLTSLAVVEVNKATIGSYPDAISALVSLLRVGNDRERKESA
TALYALCSFPDNRKRVVDCGSVPILVEAADSGLERAVEVLGLLVKCRGGREEMSKVSGFVEVLVNVLRNGNLKGIQYSLF
ILNCLCCCSGEIVDEVKREGVVEICFGFEDNESEKIRRNATILVHTLLGIPMSS*                         



>Atha_AT4G25160                                                                 
MSRSPDKLALPPPPPPPPSRTVVVALSGSSKSKYVVTWAIEKFATEGNVGFKLLHIHPMITSVPTPMGNAIPISEVRDDV
VTAYRQEILWQSEEMLKPYTKLFVRRKVAVEVLVIESDNVAAAIAEEVTRDSIDRIVIGGSSRSFFSRKADICSVISALM
PNFCTVYVVSKGKLSCVRPSDSDGNATIREDGSERTNSSSGSSGPTSDSSDVMSSAHDSQSRPLSLPVRRMQHFPAIAGQ
ASVPMETSSVGSDETRCMSLDAEEARDVSSINRSSTDTTSRWTPRRRDYEERKEAMSSSSSNREYGNFGTRFSWSGMGVD
TTHSRASQQASNMSDALSEQSYTDNQVNLNFEVEKLRAELRHVQEMYAVAQTETFDASRKLGELNQRRLEEAIKLEELKL
KEYEARELAEKEKQNFEKARRDAESMRERAEREIAQRREAERKSARDTKEKEKLEGTLGSPQLQYQHFAWEEIMAATSSF
SEELKIGMGAYGAVYKCNLHHTTAVVKVLQSAENQLSKQFQQELEILSKIRHPHLVLLLGACPEQGALVYEYMENGSLED
RLFQVNNSPPLPWFERFRIAWEVAAALVFLHKSKPKPIIHRDLKPANILLDHNFVSKVGDVGLSTMVQVDPLSTKFTIYK
QTSPVGTLCYIDPEYQRTGRISSKSDIYSFGMILLQLLTAKPAIALTHFVESAMDSNDEFLKILDQKAGNWPIEETRELA
ALALCCTELRGKDRPDLKDQILPALENLKKVAEKARNSFSGVSTQPPTHFICPLLKDVMNEPCVAADGYTYDRHAIEEWL
KEHNTSPMTDSPLHSKNLLPNYTLYTAIMEWRSTR*                                            
>Atha_AT4G36550                                                                 
MRIDYTERMPQSYKMHSSMCLELKRLVDRIMRIFPDIEDARPGCSSGIQTLCLLHNALDKTKQLLQYCSESSKLYMAVTG
DAILARGSRAKKSLEQCLNDIRSIVPTILEIKISQIVQDLRSTQLTLEFSEEEAGKAIRELMQKSTSSSASPDEIKDFHY
AALKLQLSTPEAIVTERRSLKIICEDHKQNSFTHHQSIDDSLHANAAEAEASEEHNGTLPEKFKCTLSRTVMYDPVIISS
GNTFERMQIQKWFDEGNDSCPISKRKLDDFTLKPNVELKSQISEWCAKNGLDVQDPARKHVKASNSIDFSVSIASFGSSL
YNIPDHSGISITDFNSSYSIDSSSYSKMSKGGYFTPMQRIDSASGAGDTDSSHSEIEIDPLCGLTNLPWDAQIKVVEDVR
SRFEHSTRAFRSMSPSKFLEPLITYLKNALERNGTAGEIIKGGLDLLLAFLSGNRRAIESLEEEVFKMFSVFLESEVVAE
EALNILEVLSNHPHGPSKITSSGSLSSLLKIVESQAEHLQEQAMITLKNLSSSMEICLEMVSLDFIQKLTSFLQQKVFCK
HSIIILKNLCSTEKGRGCITETPDCLASIAELLESNVPEEQENAISILLQLCVQKIEYCCLVVREATDIYSSLILISNNG
TEEVKVSASELLRALVEVDSDKEEEEEVSSRPEGRTTASPTSQVVTPVTHPEPVKITPSPKKSGLFGFNFSSLKKKKK* 
>Atha_AT1G60190                                                                 
MIHTPTGSSRRILTFPAVNPCESISLTTLVDSLLQLAGEILSFKPKHFSTNKRSVKETLRHVQTLVIFFEELRIQIRVGS
IPAGRSVILSLSELHVIFQKLKFLLDDCTRDGAKLYMLMNSGQVSAHFRDLTRSISTSLDTFPVRSVDLPGEVNELIYLV
MRQTRKSEARPDRDDKRAIDSVYWFFNLFENRINPNSDEILRVLDHIGVRKWRDCVKEIDFLREEISVGKKSNIEIELLS
NLMGFICYCRCVILRGIDVDDEEKDKEEDDLMMVRSLNVDDLRCPISLEIMSDPVVLESGHTYDRSSITKWFASGNITCP
KTGKTLVSTVLVDNFSVKQVIQSYSKQNGVVMGQKGKKKVDVAESLAAEEAGKLTAEFLAGELIKGDEEEMVKALVEIRI
LTKTSTFYRSCLVEAGVVESLMKILRSDDPRIQENAMAGIMNLSKDIAGKTRIVGEDGGGLRLIVEVLNDGARRESRQYA
AAALFYLSSLGDYSRLIGEISDAIPGLVRIVKSCDYGDSAKRNALIAIRSLLMNQPDNHWRILAAGIVPVLLDLVKSEEI
SDGVTADSMAILAKMAEYPDGMISVLRRGGLKLAVKILGSSEVSPATKQHCVALLLNLCHNGGSDVVGSLAKNPSIMGSL
YTASSNGELGGGKKASALIKMIHEFQERKTGPGEPVLERERFVHAW*                                 
>Atha_AT1G01670                                                                 
MTPSSSGLEQSEIDAIQELEQTSRNDTLLKYHDICIDEGVIEQDVDMSCFSANSVGEWIVELIYQNNIKKLIMGATADSH
YSEGMVHITPTKADYVIQHAPHCCNIWLVCNGNLIQTREGRFEHAGSAYSSSSSLHSIDSALIPYGGAGRAERVTEPHAL
SSSEEQSARGIEKMYYEEQRRRLEIEELKREKEQRDKMRRVREEALSSSSGVTKILYNEEVMRRREVEAELNRAKAEIED
MKRVQIELKEQHYADCRLLEKERDEAIKTTEELLRALEKGESSIPLQWSVSIEPPQCFICPISKDIMQNPHVAADGYTYE
ADEFRRWLNHGGEKSPMTNLRLENRNLIPNLVLRSAIKDWLQQHP*                                  
>Atha_AT1G67530                                                                 
MDVTELEENLFAASDAKLHGDMCKELSGVLCKVLSIFPSLEGARPRSKSGIQALCSLHIALEKAKNILQHCSECSKLYLA
ITGDAVLLKFEKAKIALIDGLKRVEDIVPSSIGSQILEIVGELENTRFMLDPSEKEVGDQIIALLQQGKKFDNCNDNTEL
EIFHRAATRLSITSSRVALAERRALKKLIDRARAEEDKRKESIVAYLLHLMRKCSKLFRSEILDENDSPGSYPCSPNEDH
GSVHGFGRQLSRFGSLNDKPMNSINSGQMPVPPEELRCPISLQLMCDPVIIASGQTYERVCIEKWFSDGHNTCPKTQQQL
PHISLTPNNCVKGLIASWCEQNGTQIPSGPPESQDLDYWRLALSDSESTKSQSVNSIGSYKLKGVKIVPLEENGTTVVER
QNTEESFVSDDDDEEDSDINVLERYQDLLAVLNEEEGLEKKCKVVEKIRLLLKDDEEARIFMGANGFVEALLRFLGSAVD
DNNAAAQDSGAMALFNLAVNNNRNKELMLTSGVIRLLEKMISSAESHGSATALYLNLSCLDEAKSVIGSSQAVPFLVQLL
QKEIETQCKLDALHALYNLSTYSPNIPALLSSNIIKSLQGLLASTGENLWIEKSLAVLLNLASSQEGKDEAVSSQGMISS
LATVLDMGDTTEQEQAVSCLLILCNGRESCIQMVLQEGVIPSLVSISVNGTPRGREKSQKLLMLFREERQQRDQPSSNRD
EPPQKEPARKSLSAPLSVHGSTPASASVQDYEPRVLSKSMSRRKSMARPFSFFWKKSYSVRE*                 
>Atha_AT1G56040                                                                 
MDSRRSFIGVCSIEEKRVLEKSKCLLNWLTQRNFEKIKDEIVRTIKSFPSASILKSLVSCVFDMAMVENSYVLFARLCVE
LFHELPPLPSDESHGDITTFERLFLRKCRIELENASPKTEHLPLVYVDETNYYRFIKTVRVLAEVYKNSKITETTRKSMI
QVLMNPILPPERITDAMNLFRSIIGKLADFHFSDEKFNQLVRSSRVVELEGNYNEEVKLRKEAEDALAMKKEDVEMMEQL
LESYKEEQGKLQLQAKALEHKLEAELRHRKETETLLAIERDRIEKVKIQLETVENEIDNTRLKAEEFERKYEGEMILRRE
SEIALEKEKKELEEVKLKLETYEREQENLSSEVRTWQDKYEQESSLRKLSEYALSREQEELQIVKGLLEFYNGEADAMRE
ERDKALKTAKEQMEKRQPPSSFFCPITQEVMKDPHFAADGFTYEAESIRKWLSTGHQTSPMTNLRLSHLTLVPNRALRSA
IEELV*                                                                          
>Atha_AT1G15165                                                                 
MRTLATPSPPCLSCSMFSHVRFCRNSRVVSTAAVVSPALSSSNAVNLEICVAATVLTPLTPLLGLYFGSQAHWQLNLFGE
HIKGFVGIIFCPRRICPLLAMPKLHRDVCARNYLHFITRCGRSSCRWKLQDLGVNPGFKPCVRYIIHLRKQRTFFNTVLS
HHWGCYTVEIEKPKYACMKSLRRMEDIVPRSSGFQLWWNVVELLLDQLWWRRHALKKLIDWESVEEDKGKDSIVAYILHL
MKKKSGQIFIPPEEQISLQLMRDPVIVASGQTYERVCVEKWFCDGKLLPQYSEAAPTSFPDSQLLCYKSDCELVSAEWDH



CIIFCPKYF*                                                                      
>Atha_AT1G20780                                                                 
MVGSSDGDQSDDSSHFERGVDHIYEAFICPLTKEVMHDPVTLENGRTFEREAIEKWFKECRDSGRPPSCPLTSQELTSTD
VSASIALRNTIEEWRSRNDAAKLDIARQSLFLGNAETDILQALMHVRQICRTIRSNRHGVRNSQLIHMIIDMLKSTSHRV
RYKALQTLQVVVEGDDESKAIVAEGDTVRTLVKFLSHEPSKGREAAVSLLFELSKSEALCEKIGSIHGALILLVGLTSSN
SENVSIVEKADRTLENMERSEEIVRQMASYGRLQPLLGKLLEGSPETKLSMASFLGELPLNNDVKVLVAQTVGSSLVDLM
RSGDMPQREAALKALNKISSFEGSAKVLISKGILPPLIKDLFYVGPNNLPIRLKEVSATILANIVNIGYDFDKATLVSEN
RVENLLHLISNTGPAIQCKLLEVLVGLTSCPKTVPKVVYAIKTSGAIISLVQFIEVRENDDLRLASIKLLHNLSPFMSEE
LAKALCGTAGQLGSLVAIISEKTPITEEQAAAAGLLAELPDRDLGLTQEMLEVGAFEKIISKVFGIRQGDIKGMRFVNPF
LEGLVRILARITFVFNKEARAINFCREHDVASLFLHLLQSNGQDNIQMVSAMALENLSLESIKLTRMPDPPPVNYCGSIF
SCVRKPHVVNGLCKIHQGICSLRETFCLVEGGAVEKLVALLDHENVKVVEAALAALSSLLEDGLDVEKGVKILDEADGIR
HILNVLRENRTERLTRRAVWMVERILRIEDIAREVAEEQSLSAALVDAFQNADFRTRQIAENALKHIDKIPNFSSIFPNI
A*                                                                              
>Atha_AT1G01660                                                                 
MAELMAMGNDVVHVAVKSDVRESRSTLLWALRNLGAKKVCILHVYQPKTASPAARKLEELEAIMYETLHDYFDFCQQEGV
NEDDIYISCIEMNDVKQGILELIHESKIKKLVMGAASDHHYSEKMFDLKSRKAKYVYQHAPSSCEVMFMCDGHLIYTKEA
NLEDCMGETESEAGQSKPKLYSSASPKCSAELVSAIVAYIDTRRDRDMLEPNASEDQSESDRNDQLYRQLKQALMEVEES
KREAYEECVRRFKAENTAVEAIRSAREYEAMYNEEAKLRKEGKEALAKQRKMVEKTKQERDDALIIILNGRKLYNEELRR
RVEAEEMLGKEKEEHERTKKEIEEVRAIVQDGTLYNEQLRHRKEMEESMKRQEEELEKTKKEKEEACMISKNLMQLYEDE
VRQRKEAEELVKRRREELEKVKKEKEEACSVGQNFMRLYEEEARRRKGTEEELSKVAAEKDAASSVCSEILLLLQSYTRR
HGTPSGFSDEDSVTRQPPSYFICPISQEVMREPRVAADGFTYEAESLREWLDNGHETSPMTNLKLAHNNLVPNHALRSAI
QEWLQRNS*                                                                       
>Atha_AT1G68940                                                                 
MEIQTAESNVICSIDIFESLSDSVDVAKKLVEKSQESNEAESTTDLRSIEAGFEGVVKQMGETLQSIPESTFDEEEYIGV
VIQSLSNEMQNATIGDGSKSEMINNGQQKISAKHTPDIVSEQMEEDLYPTDPEFSYESYMMYSESQSQMTDIPDIPSKST
DVSRQRKHGNHSESQSLVTEIPDIPSQSTNVSSQRKHGNLSKSQSQSTEIPDIPSQSSNASSQRKYGNLSESLSMLPQVT
QFMEPPYQAFICPLTKEIMEDPVTTETGVTCERQAVIEWFDSFGNSDEINCPVTGQKLTTELSANVVLKTIIQEWKVRNE
AARIKVAHAALSLGGSESMVIDALRDLQMTCEGKEYNKVQVREAGIIQLLDRYLTYRSKDVRFELLKFLRTLADEETDDG
KEMIVKTITMSCVIKLLGSSHQPVRHAAQALLLELSKSQHACEKIGTARGAILMLVTAKYNRELDSFASETSDQILRNLE
KCPENIKQMAESGLLEPLLGHLAEGSEETQVAMAAYLVEIDIGHEKKTYVAEKACPALIGLVQSENIDARRAAFKALAHI
SLYHPNNKILVEVGIIKIMVEEMFTKRVFSDLMNSRNEAATILANILESGLEHETFEVNTHGHTLGSDYFVYNIIHMLKN
SSPDDLNIDLIRILLSLSKSPRAMATIVSVIKETDASFAMIELINNPHDELGVGALKLLIALTPYIGHTLSERLCKTRGQ
PENLIQCPVEANQITEKHAVSAKLLAKLPHQNLTLNLALVNESIVSEILHAIHLIQRSGARTSRYATDFLEGLVGILVRF
TTTLYEPQMMYLARNHDLTSVFVDLLMKTSSDEVQRLSATGLENLSSTTMTLSRPPQPRSTKFMGSLSMPRSFSLRSSKK
KQIEICAIHRGVCSAKNTFCLVEANAITKLLACLQSDKVEVVESALAAICTLLDDKVEVEKSLSMLSEMNAVQLILNAVK
EHKKESLLQKAFWMIDKFIIRGGDKYASEISQDRMLSGLESEKILKVKRDKSHDWCAEISVERGDGGEIWGKIVWSGAVY
KLDPLSHSFSVKVLHSASVHV*                                                          
>Atha_AT1G01680                                                                 
MEDAIYVAVNQDVRESKKTLLWALKNLQVKKIFLLHVHLPFSLTTSSSRLEQSEIDAIQDSELNTSVNSLYKYRDICINK
GVNEKDVDTSMISGHDVGEGIVELIYQNIITNLVMGAAADPHYSRGMSITSRKAEYVSQHAPHSCKIWFICKGKLIKQRE
RSFYLGNPSDSFSEFSTSAEKPISKGRRRDEEEEPESPKEHPGWILEPEESPKKGRKETIEKSKSNESDEDPRLEDFKCP
ISMEIMRDPHVAADGFTYEAEEFRKWLRSGGRTSPKTNKPLENHNLVPNHTLRIIIKDWLEKNPNYKR*           
>Atha_AT1G66160                                                                 
MGLSLRVRRRGGSVSKKEIIPVTSCSEEVEITIPSQFQCPISYELMKDPVIIASGITYDRENIEKWFESGYQTCPVTNTV
LTSLEQIPNHTIRRMIQGWCGSSLGGGIERIPTPRVPVTSHQVSEICERLSAATRRGDYAACMEMVTKMTRLGKESERNR
KCVKENGAGLVLCVCFDAFSENANASLLLEETVSVLTWMLPIGLEGQSKLTTTSSFNRLVELLRNGDQNAAFLIKELLEL
NVTHVHALTKINGVQEAFMKSINRDSTCVNSLISIHHMILTNQETVSRFLELDLVNITVEMLVDSENSVCEKALTVLNVI
CETKEGREKVRRNKLVIPILVKKILKISEKKDLVSVMWKVCKSGDGSEVEEALRLGAFKKLVVMLQVGCGEGTKEKVTEL
LKMMNKVMKMNGFVDRSYSSSIEFKHVKKPF*                                                
>Atha_AT1G49780                                                                 
MPGNLEPLDLGIQIPYHFRCPISLDLMSDPVTISTGQTYDRTSIDSWIAMGNTTCPVTRVALSDFTLIPNHTLRRLIQEW
CVANRSNGVERIPTPKQPADPISVRSLLSQASAITGTHVSVRSRAAAIRRLRGLARDSEKNRVLIAGHNAREILVRILFA
DIETTSLSSELVSESLALLVLLHMTETECEAVASDPSRVGFMTRLLFDSSIEIRVNAAALIEMVLTGAKSMDLKLIISGS
DSIFEGVLDLLKNPISSRRALKIGIKAIFALCLVKQTRHLAISAGAPGILIDRLAADFDRCDTERGLATVELLCRLPEGC
AAFGEHALTVPLMVKTILRVSDRATEYAAGALLALCTAEERCRDEAAAAGLVTQLLLLVQSDCTERAKRKAQMLLKLLRD
SWPDDSTVHSDDFNRSEVAPF*                                                          
>Atha_AT1G24330                                                                 
MDVSELEENLFAASDAKLHGDMCKELSAVYCKVLSIFPSLEEARPRSKSGIQTLCSLHIALEKAKNILQHCSECSKLYLA
ITGDAVLLKFEKAKSALIDSLRRVEDIVPSSIGSQILDIVGELEHTKFLLDPSEKEVGDRIIALLQQGKKFDNGSDSTEL
EIFHQAATRLSITSSRSALAERRALKKVIDRARVEEDKRKESIVAYLLHLMRKYSKLFRSEMMDENDSPCSTPCSPTGQG
PNEDRVNAFGRQLSKFGSINYKPMNSRKSGQMPIPPEELRCPISLQLMYDPVIIASGQTYERVCIEKWFSDGHNSCPKTQ
QQLPHLSLTPNYCVKGLIASWCEQNGITVPTGPPESLDLNYWRLAMSDSESPNSKSVDSVGLCTPKDIRVVPLEESSTIE



SERQQKEKNNAPDEVDSEINVLEGYQDILAIVDKEEDLAKKCKVVENVRILLKDNEEARILMGANGFVEAFLQFLESAVH
DNNAAAQETGAMALFNLAVNNNRNKELMLTSGVIPLLEKMISCSQSQGPATALYLNLSCLEKAKPVIGSSQAVSFFVNLL
LQDTKTQCKLDALHALYNLSTYSPNIPTLLSSNIIKSLQVLASTGNHLWIEKSLAVLLNLASSREGKEEMITTQGMISTL
ATVLDTGDTVEQEQAVSCLVILCTGSESCIQMVLQEGVIPSLVSISVNGSPRGRDKSQKLLMLFREQRHRDQPSPNKEEA
PRKTVSAPMAIPAPVSAPESEVKPLTKSISRRKTMTRPFSFLWKKSHSIHH*                            
>Atha_AT1G29340                                                                 
MASAAIFSSLRRRRSPSLEAFLAPVDLSGVALVQTLASISSEVVSCFTSVRFSFQRKNARSLIRKIEIFVVLFEFLVDSN
WGSTTTRTRARRRSKSSVSESTALLCLKELYLLLYRSKILVDYCAQSSKLWLLLQNPSISGYFHDLNQEISTLLDVLPVN
DLGLSDDIREQIELLQRQSRKARLYIDKNDESLRESFYSFLDGFENGKIPSSVDLRMFFVEKLGIRDSKSCRSEIEFLEE
QIVNHDGDLEPTGSVINGFVAITRYCRFLLFGFEEDGMEWWIENNPKKPRKGFVAQEIGDTFITVPKDFVCPISLDLMTD
PVIISTGQTYDRNSIARWIEEGHCTCPKTGQMLMDSRIVPNRALKNLIVQWCTASGISYESEFTDSPNESFASALPTKAA
VEANKATVSILIKYLADGSQAAQTVAAREIRLLAKTGKENRAYIAEAGAIPHLCRLLTSENAIAQENSVTAMLNLSIYEK
NKSRIMEEGDCLESIVSVLVSGLTVEAQENAAATLFSLSAVHEYKKRIAIVDQCVEALALLLQNGTPRGKKDAVTALYNL
STHPDNCSRMIEGGGVSSLVGALKNEGVAEEAAGALALLVRQSLGAEAIGKEDSAVAGLMGMMRCGTPRGKENAVAALLE
LCRSGGAAVAEKVLRAPAIAGLLQTLLFTGTKRARRKAASLARVFQRRENAAMRSGVYGFVGNTNGNRDGGFTTDVSVPI
SISISVPVL*                                                                      
>Atha_AT1G27910                                                                 
MDVNEVEENFFAPGDAKLHGKMCNALSVIYCKIMSIFPSLEAARPRSKSGIQALCSLHVVLEKVKNILRHCTESSKLYLA
ITGDSVVLKFEKAKSSLTDSLRRVEDIVQQSIGSQLLEILMELENTEFSLDPAEKEIGDQIIGLLQQGGNFESSSDNNEL
EVFHQAATRLGITSSRAALTERRCLKKLIERARMEDDKRKESIVAYLLHLMRKYSKLFRSEIWDDNDSQGSSSLPCSPTI
QGSIDDAHGRAFDRQLSKLSSFNFRSCNNNRRSSQMSVPPEELRCPISLQLMYDPVIIASGQTYERICIEKWFSDGHNTC
PKTHQQLSHLCLTPNYCVKALISSWCEQNGVQVPDGPPESLDLNYWRLALSVSESTDTRSAKRVGSCKLKDVKVVPLEES
GTIKEEACESEYQEDQVTLVERCTELLTTLTDVDTLRKKCRVVEQIRVLLKDDEEARILMGENGCVEALLQFLGSALNEN
NASAQKVGAMALFNLAVDNNRNKELMLASGIIPLLEEMLCNPHSHGSVTAIYLNLSCLEEAKPVIGSSLAVPFMVNLLWT
ETEVQCKVDALHSLFHLSTYPPNIPCLLSADLVNALQSLTISDEQRWTEKSLAVLLNLVLNEAGKDEMVSAPSLVSNLCT
ILDTGEPNEQEQAVSLLLILCNHSEICSEMVLQEGVIPSLVSISVNGTQRGRERAQKLLTLFRELRQRDQTHLTEPQHTE
VTSPEDGFSVASAAVTETKPQCKSASRKKMGRAFSFLWKSKSFSVYQC*                               
>Atha_AT1G10560                                                                 
MIHTKTGSGRRILTFPTVEPSESISIVTLLDSLIQLAGDILTFKSKHFSTNKQSFRETLRRIQNLLVVFEEIRIRIRNSR
RYFHDSAAASSLKEIHVGFQKLKFLLEDCTRDGARLCMMMNSDQVSDHLRVLTRSISTSLSAFPVASVDLTTEVNELIDL
VVRQARKYGVQPETNDKRAVSSINRILALFVNRVVPDPDEINRILDHVGIRKWGDCVKEINFLGEEIDAERLDEKKKKSS
DQVELLSSLMGFICYCRCIILGRIERDDHHNHHEDGIKKDHDLIRGLKVEDLLCPISLEIMTDPVVIETGHTYDRSSITK
WFGSGNITCPITGKILTSTELVDNVSVRQVIRKHCKTNGIVLAGISRRRKSHDDVVPESLAAKGAGKLIAKFLTSELING
GEEMIYRAVREIRVQTKTSSFNRSCLVKAGAVTPLLKLLSSVDIRIQENAMAGILNLSKHVTGKSKIAGEGLKILVEILN
EGAKTETRLYSASALFYLSSVEDYSRLIGENPDAIPGLMNIVKGDDYGDSAKRSALLAVMGLLMQSDNHWRVLAAGAVPI
LLDLLRSGEISGGLTADCLATLAKLAEYPDGTIGVIRRGGLKLAVKILSSSEDSPVAVKQHCVGLILNLCLNGGRDVVGV
LVKNSLVMGSLYTVLSNGEYGGSKKASALIRMIHEFQERKTGSVEPNLQRGRFVHAW*                      
>Atha_AT1G23030                                                                 
MAGGIVSPASLLDLIADIVEIPLNTGMFKKDCADLTRRVCLLTHLLEEIRDSTPIDSAASSSSENDWWSDLVVGLQAAKR
LLSTARFQARDSSDGAAKRISFQFQCVTWKLEKALSNLPYDLYDISDEVGEQVELARSQLRRAMQRYGSLNSNKFSSALS
EPMERDGFSNVIKIKAEEKLESVSETLHFGEEEEKQSSPPLRRSSSISLAYYLSKDADTDRLDKMVNKNTDESKKSDKLT
IPVDFLCPVSLELMKDPVIVATGQTYERAYIQRWIDCGNLTCPKTQQKLENFTLTPNYVLRSLISRWCAEHNIEQPAGYI
NGRTKNSGDMSVIRALVQRLSSRSTEDRRNAVSEIRSLSKRSTDNRILIAEAGAIPVLVNLLTSEDVATQENAITCVLNL
SIYENNKELIMFAGAVTSIVQVLRAGTMEARENAAATLFSLSLADENKIIIGGSGAIPALVDLLENGTPRGKKDAATALF
NLCIYHGNKGRAVRAGIVTALVKMLSDSTRHRMVDEALTILSVLANNQDAKSAIVKANTLPALIGILQTDQTRNRENAAA
ILLSLCKRDTEKLITIGRLGAVVPLMDLSKNGTERGKRKAISLLELLRKACQ*                           
>Atha_AT1G71020                                                                 
MAGGAITPDSLIGLIAEINEIPGNFGLFKKDCSDLARRVGLLTHLIEEIRDSSPPSESDASSSLNSHECDWWSDLVVGLQ
AAKRLLSSATSFQARESSDGAAKRISFQFQCVTWKLEKALGDLTYDRYDISDEVREQVELARLQLRRAMQRYGSLNSKKF
SSGLSEPMEKDASSNRKVIEKLESIPETVHSLSDEKKFESPPPWKSSSVSLAFFLSKDGDDERLEKAVTENSDDSQKSDN
LTIPEDFLCPISLELMKDPAIVSTGQTYERSFIQRWIDCGNLSCPKTQQKLENFTLTPNYVLRSLISQWCTKHNIEQPGG
YMNGRTKNSDGSFRDLSGDMSAIRALVCKLSSQSIEDRRTAVSEIRSLSKRSTDNRILIAEAGAIPVLVKLLTSDGDTET
QENAVTCILNLSIYEHNKELIMLAGAVTSIVLVLRAGSMEARENAAATLFSLSLADENKIIIGASGAIMALVDLLQYGSV
RGKKDAATALFNLCIYQGNKGRAVRAGIVKPLVKMLTDSSSERMADEALTILSVLASNQVAKTAILRANAIPPLIDCLQK
DQPRNRENAAAILLCLCKRDTEKLISIGRLGAVVPLMELSRDGTERAKRKANSLLELLRKSSRKLGSL*           
>Atha_AT1G76390                                                                 
MAGSGSWDGSQSDNSSQFEPGIDNIYEAFICPLTKQVMHNPVTLENGQTFEREAIEKWFQECRENGQPLSCPITSKELSI
TDLSPSIALRNTIEEWRARNDALKLDIARQSLYLGNAETNILLALKNVREICRNIRKIRQRVCNPQLVRLITDMLKSSSH
EVRCKALQTLQVVVEGDEESKAIVAEGDTVRTIVKFLSQEPSKGREAAVSVLFELSKSEALCEKIGSIHGAIILLVGLTS
SKSENVSTVEKADKTLTNLERSEENVRQMAINGRLQPLLAKLLEGSPETKVSMAFYLGVLALNNDVKVIVAQTVGSSLID
LMRTRDMSQREAALGALNNISSFEGSAKLLINTGILPPLIKDLFYVGPNQLPIRLKEVSATILANIVNIGYDFDKVPVGP
HHQTLVSEEIVENLLQLTSNTGPEIQGKLLAVLVGLTSCPNSVINVVSAIRNSAAIISLVQFVEIHENDDLRLASIKLLH



NISPHMSEELANALRSTVGQLGSLVSIISENTPTITEEQAAAAGLLAELPERDLVLTMRLLREGAFEKIISKIVGIRQGE
IRGIRFERTFLEGLVSILARITFALTKETDATLFCCEKNLPSLFLDLLQSNSQDNIQRASATALENLSLESKNLTKIPEL
PPPTYCVSIFSCLSKPPVVLGICKIHQGICSVRESFCLVEGQAVDKLVDLLDHENDKVVGPALAALSTLLEDGLDVVQGV
RLIDEADGITPILNVLLENRTENLRIRAVWMVERILRIEEIAREVGEEQNVTAALVDAFQNADFRTRQIAEKALRHIDKI
PNFSGIFTNIG*                                                                    
>Atha_AT1G56030                                                                 
MVKNSYVLFARLCVELPPLPSDESHGEITTVERQFLRNCQMELENLSLKTELPLVYVDESKYWRFIKTVRVLAEVFNNMK
TTRTTRKSIIQVLMNPILPSERSTDAMNLFLSTIEKLADLQFSDEDFNQLFVSSRLDLQLENKYNDKVEVKLRKEAEDAL
ARKIKEVVDLTERLLQVEALEHKHKAKLQLRTETETAVAIERDYMRWKAEIFESEFNNQLVLRRESEIALDKERKELEGI
KNLLETCFTGQKNLKSQVITWKDKYDQGSSIRKEKEVALSTKKLELEIFKQLAGSYKQDADAMRQERDNALKTDVMKNPH
MAADGFTYELEAIQKWINTGHRTSPMTNLKLSHFSFFPNRALRSAIEELGR*                            
>Atha_AT3G18710                                                                 
MGRDETETYITVPSFFKCPISLDVMRSPVSLCTGVTYDRASIQRWLDGGNNTCPATMQLLKTKDFVPNLTLQRLINIWSD
SIGRRHNGDSPVLNPPSGREVPTKEEVNVLLERLMSLENLMKIVRFVKDSDSNREFLSKKMEFVPMLVDIIRTKKTKIEL
VIMAIRILDSIKVDRERLSNLMLANDGGDCLTAILLAIQRGNLESKIESVRVLDWISFDAKSKLMIAERDGVLTEMMKSI
SITESSDPSLIEASLSFLITISKSKRVRSKLIAAKAITKIKDILLTETLTNVAVTEKSLKLLETLSSKREGRLEICGDDN
GRCVEGVVKKLLKVSTTATEHAVTILWCLCYVFREDKTVEETVERSNGVTKLLVVIQSNCSAMVRQMAKDLIKVLKFNSS
ALAAYETKTTHIMPF*                                                                
>Atha_AT3G54850                                                                 
MGLTNCCSHEELMSRLVDSVKEISGFSSSRGFIGKIQGDLVRRITLLSPFFEELIDVNVELKKDQITGFEAMRIALDSSL
ELFRSVNGGSKLFQLFDRDSLVEKFRDMTVEIEAALSQIPYEKIEVSEEVREQVQLLHFQFKRAKERWEESDLQLSHDLA
MAENVMDPDPIILKRLSQELQLTTIDELKKESHAIHEYFLSYDGDPDDCFERMSSLLKNLVDFVTMESSDPDPSTGSRIV
SRHRSPVIPEYFRCPISLELMKDPVIVSTGQTYERSSIQKWLDAGHKTCPKSQETLLHAGLTPNYVLKSLIALWCESNGI
ELPQNQGSCRTTKIGGSSSSDCDRTFVLSLLEKLANGTTEQQRAAAGELRLLAKRNVDNRVCIAEAGAIPLLVELLSSPD
PRTQEHSVTALLNLSINEGNKGAIVDAGAITDIVEVLKNGSMEARENAAATLFSLSVIDENKVAIGAAGAIQALISLLEE
GTRRGKKDAATAIFNLCIYQGNKSRAVKGGIVDPLTRLLKDAGGGMVDEALAILAILSTNQEGKTAIAEAESIPVLVEII
RTGSPRNRENAAAILWYLCIGNIERLNVAREVGADVALKELTENGTDRAKRKAASLLELIQQTEGVAVTTVP*       
>Atha_AT3G49810                                                                 
MPMFQPLKRDGLIGFEGGGDGQVLDLDTAVKDGVLGGVNGGGVGVVDEKLDLKKMIKELDLQDIPSVFICPISLEPMQDP
VTLCTGQTYERLNIHKWFNLGHLTCPTTMQELWDDTVTPNKTLHHLIYTWFSQKYVLMKKRSEDVQGRAIEILGTLKKAK
GQARVHALSELKQIVIAHLMARKTVVEEGGVSVISSLLGPFTSHAVGSEVVAILVSLDLDSDSKSGLMQPAKVSLIVDML
NDGSNETKINCARLIRGLVEEKGFRAELVSSHSLLVGLMRLVKDKRHRNGVSPALRLLKPISVHKQVRSLMVSIGAVPQL
VDILPSLDPECLELALFVLDALCTDVEGRVAVKDSANTIPYTVRVLMRVSENCTNYALSILWSVCKLAPEECSPLAVEVG
LAAKLLLVIQSGCDAALKQRSAELLKLCSLHYSDTMFISKCKLTRTIQ*                               
>Atha_AT3G52450                                                                 
MDQEIEIPSFFLCPISLDIMKDPVIVSTGITYDRESIEKWLFSGKKNSCPVTKQVITETDLTPNHTLRRLIQSWCTLNAS
YGIERIPTPKPPICKSEIEKLIKESSSSHLNQVKCLKRLRQIVSENTTNKRCLEAAEVPEFLANIVSNSVDTYNSPSSSL
SSSNLNDMCQSNMLENRFDSSRSLMDEALSVLYHLDTSETALKSLLNNKKGTNLVKTLTKIMQRGIYESRAYAALLLKKL
LEVADPMQIILLERELFGEVIQILHDQISHKATRSAMQILVITCPWGRNRHKAVEGGTISMIIELLMDDTFSSERRNSEM
AMVVLDMLCQCAEGRAEFLNHGAAIAVVSKKILRVSQITSERAVRVLLSVGRFCATPSLLQEMLQLGVVAKLCLVLQVSC
GNKTKEKAKELLKLHARVWRESPCVPRNLYDSYPA*                                            
>Atha_AT3G46510                                                                 
MEEEKASAAQSLIDVVNEIAAISDYRITVKKLCYNLARRLKLLVPMFEEIRESNEPISEDTLKTLMNLKEAMCSAKDYLK
FCSQGSKIYLVMEREQVTSKLMEVSVKLEQSLSQIPYEELDISDEVREQVELVLSQFRRAKGRVDVSDDELYEDLQSLCN
KSSDVDAYQPVLERVAKKLHLMEIPDLAQESVALHEMVASSGGDVGENIEEMAMVLKMIKDFVQTEDDNGEEQKVGVNSR
SNGQTSTAASQKIPVIPDDFRCPISLEMMRDPVIVSSGQTYERTCIEKWIEGGHSTCPKTQQALTSTTLTPNYVLRSLIA
QWCEANDIEPPKPPSSLRPRKVSSFSSPAEANKIEDLMWRLAYGNPEDQRSAAGEIRLLAKRNADNRVAIAEAGAIPLLV
GLLSTPDSRIQEHSVTALLNLSICENNKGAIVSAGAIPGIVQVLKKGSMEARENAAATLFSLSVIDENKVTIGALGAIPP
LVVLLNEGTQRGKKDAATALFNLCIYQGNKGKAIRAGVIPTLTRLLTEPGSGMVDEALAILAILSSHPEGKAIIGSSDAV
PSLVEFIRTGSPRNRENAAAVLVHLCSGDPQHLVEAQKLGLMGPLIDLAGNGTDRGKRKAAQLLERISRLAEQQKETAVS
QPEEEAEPTHPESTTEAADT*                                                           
>Atha_AT3G07360                                                                 
MAKTGVFDSDPTAIAKAKELKREMKKLLIKIDDEDDLGVQTIDQLQDALSALREATMRKMAKSSSLEMLETVSCPEEFRC
PLSNELMRDPVVLASGQTYDKLFIQKWLSSGNRTCPKTQQVLPHTALTPNLLIREMISKWCKKNGLETKSQYHPNLVNED
ETVTRSDREIFNSLLCKVSSSNLQDQKSAAKELRLLTRKGTEFRALFGESPDEITRLVNPLLHGSNPDEKLQEDVVTTLL
NISIHDDSNKKLVCENPNVIPLLIDALRRGTVATRSNAAAAIFTLSALDSNKVLIGKSGILKPLIDLLEEGNPLAIKDVA
AAIFTLCIAHENRSRAVRDGAVRVLGKKISNGLYVDELLAILAMLVTHWKAVEELGELGGVSWLLKITRESECKRNKENA
IVILHTICFSDRTKWKEIKEEENAHGTITKLSREGTSRAQRKANGILDRLRKAMNLTHTA*                   
>Atha_AT3G19380                                                                 
MPRNIEPLDLGIQIPYHFRCPISLELMQDPVTVCTGQTYDRASIESWVSIGNNTTCPVTRAPLSDFTLIPNHTLRRLIQE
WCVANRSNGVERIPTPKQPADPTSVRALLSQASAITGTHVSVRSRAAALRRLRGFARDSDKNRVLIAAHNATEILIKILF
SETTSSELVSESLALLVMLPITEPNQFVSISSDPGRVEFLTRLLFDSSIETRVNAAALIEIVSTGTKSADLKGSISNSES



VFEGVLDLLRNPISSRRALKIGIKTLFALCSVKSTRHIAITAGAPEILIDRLAADFDRCDTERALATVELLCRTPEGCAA
FGEHALTVPLLVKTILRVSDRATEYAAGALLALCTAEERWREEAAGAGVVVQLLLMVQSECTERAKKKAQKLLKLLRDSW
PDYNSFANSDDFGCSSQVVPF*                                                          
>Atha_AT3G47820                                                                 
MPQHNSPGETPTEFLCPITGFLMSDPVVVASGQTFERISVQVCRNLSFAPKLHDGTQPDLSTVIPNLAMKSTILSWCDRN
KMEHPRPPDYAYVEGVVRTRMDSLPPGSGHRIAKSEILPPVAENSNSNSDYDSVMGAIRSRSRTSLSSTTSLPLHQTRPI
NHSTRIQSSFSTSDYSSFPPMSPEEEEIYNKLTSVDTIDHEQGLIQLRKTTRSNETTRISLCTDRILSLLRSLIVSRYNI
VQTNAAASIVNLSLEKPNKLKIVRSGFVPLLIDVLKSGSTEAQEHVIGALFSLAVEEENKMVIGVLGAVEPLLHALRSSE
SERARQDAALALYHLSLIPNNRSRLVKAGAVPMMLSMIRSGESASRILLLLCNLAACSEGKGAMLDGNAVSILVGKLRES
GGAESDAAARENCVGALLTLSVGNMRFRGLASEAGAEEILTEIVESESGSGRLKEKASKILQTLRGGGSEFGEGAEAREW
NRMLEASGLSRSQFQQGGQKGGFAYSSQF*                                                  
>Atha_AT3G11840                                                                 
MNIYTYTKSYVFPQMDQEEEEIEIPNYFICPISLEIMKDPVTTVSGITYDRQNIVKWLEKVPSCPVTKQPLPLDSDLTPN
HMLRRLIQHWCVENETRGVVRISTPRVPPGKLNVVEEIKNLKKFGQEALGREETLQKLEVLAMDGNNRRLMCECGVHKSL
ILFVVKCTSEDEDGRRRIKGLDESLRLLHLIGIPSNDAKTILMENDRVMESLTWVLHQEDFLSKAYTIVLLRNLTEYTSS
HIVERLNPEIFKGIIGFLKDVVNSVNRTSPTVRETVQSSSRPSLGKTEPSKLDHSLVIKQAVTAALMILLETSSWSRNRS
LLVDLGAVSELIELEISYTGEKRITELMLGVLSRLCCCANGRAEILAHRGGIAVVTKRLLRVSPAADDRAISILTTVSKF
SPENMVVEEMVNVGTVEKLCSVLGMDCGLNLKEKAKEILKDHFDEWKKFPCIDITLLTKLLSISPKGPKI*         
>Atha_AT3G61390                                                                 
MTLKIPIQEMVKMVGSLRSHGIDIPESMEINKKEKIYVAVTEKDLESKSSLVWAIQNSGGKEFCIVHVHQPIPGEMFHEQ
KLRLYRKEKDKAHKNSEKYLQICRQMQVTAEIIYIETDSVEKGILQLISQRGVTKLVMGAAADRHYSMRMRDLKSKKAIY
IHREAPATCLIWFTCNGYLICSREARRANNLYLECASSNSLSQSDITRGTESIVKDDDHLIKLAVTEAEASKRKARFEAC
KREEAEKTAVDALKKAKQWENVYFEELKQRKETEKALRKRNDELEKMRSESETQITESYTVIRKLQEKNNLSMETFRGIR
EEQEELKIKLREVSKLKGKREEEEASTSNHREPPQYFICPITHDIMEDPHVAADGFTYEGEAISRWFERGHETSPMINKR
LPHTSLVPNLALRSAIQEWLQLRELLNRPSACREI*                                            
>Atha_AT3G07370                                                                 
MVTGVASAMAERLKEDGNNCFKKERFGAAIDAYTEAIALSPNVPAYWTNRALCHMKRKDWTKVEEDCRKAIQLVHNSVKA
HYMLGLALLQKKEFTNGVKELQRALDLGRCSNPTGYMVEEIWEELSKAKYMEWELVSAMRSWELNSLKETCEAALNQQRA
LDMSRTEESSDEAYTAHTERLKALERVFKKAAEEDKPTEVPDYLCCNITLEIFRDPVISPSGVTYERAAILEHLKKVGKF
DPITREKIDPANLVPNLAIKEAVAAYLEKHVWAYKMGC*                                         
>Atha_AT3G54790                                                                 
MDPVPVRCLLNSISRYLHLVACQTIRFNPIQTCIGNMVLLLKLLKPLLDEVVDCKIPSDDCLYKGCEDLDSVVNQAREFL
EDWSPKLSKLFGVFQCEVLLGKVQTCSLEISRILLQLSQSSPVTSSVQSVERCVQETESFKQEGTLMELMENALRNQKDD
ITSLDNNHLESIIQMLGLISNQDLLKESITVEKERIRSQASKSEEDMEQTEQLIELVLCIREHMLKTEFLEVAKGISIPP
YFRCPLSTELMLDPVIVASGQTFDRTSIKKWLDNGLAVCPRTRQVLTHQELIPNYTVKAMIASWLEANRINLATNSCHQY
DGGDASSMANNMGSQDFNRTESFRFSLRSSSLTSRSSLETGNGFEKLKINVSASLCGESQSKDLEIFELLSPGQSYTHSR
SESVCSVVSSVDYVPSVTHETESILGNHQSSSEMSPKKNLESSNNVNHEHSAAKTYECSVHDLDDSGTMTTSHTIKLVED
LKSGSNKVKTAAAAEIRHLTINSIENRVHIGRCGAITPLLSLLYSEEKLTQEHAVTALLNLSISELNKAMIVEVGAIEPL
VHVLNTGNDRAKENSAASLFSLSVLQVNRERIGQSNAAIQALVNLLGKGTFRGKKDAASALFNLSITHDNKARIVQAKAV
KYLVELLDPDLEMVDKAVALLANLSAVGEGRQAIVREGGIPLLVETVDLGSQRGKENAASVLLQLCLNSPKFCTLVLQEG
AIPPLVALSQSGTQRAKEKAQQLLSHFRNQRDARMKKGRS*                                       
>Atha_AT3G49060                                                                 
MGEIGGEELVLDVDETIFVAVAEDVERSKTTVLWAARNFSGKKICLLYVHRTARAASWTHKKLVGGSFKKHDVKVIERVE
KPKVDELMNSYLQLLSETEIQTDKLCIAGQNIEECIVELIARHKIKWLVMGAASDKHYSWKMTDLKSKKAIFVCKKAPDS
CHIWFLCKGYLIFTRASNDDSNNRQTMPPLVQLDSDNETRKSEKLESSYMRRRLRYWRSLLEQDGEKDTGQLEREKVEPR
APPLFSSGSSSSFGEPVGPEPVSPELVDSDTLNTSNVEEKEREGDVARKVHRYDKAMHDIGQSDRTVYGEAGKKWEEDAS
TTEALCKAKALEGLCIKESSQRKRLEELLEKEKLEVKMVIEQNNGFMKELQMVQGRNLKLESQMRKLQDLEKEHGEKFDT
AMELLKSFRQKRDEIRIDHENAVKEVNALRRLVKGETGESSGSEMLDYSFMEINEATNEFDPSWKLGEGKYGSVYKGNLQ
HLQVAVKMLPSYGSLNHFEFERRVEILSRVRHPNLVTLMGACPESRSLIYQYIPNGSLEDCFSSENNVPALSWESRIRIA
SEICSALLFLHSNIPCIIHGNLKPSKILLDSNLVTKINDYGISQLIPIDGLDKSDPHVDPHYFVSREMTLESDIYAFGII
LLQLLTRRPVSGILRDVKCALENDNISAVLDNSAGDWPVARGKKLANVAIRCCKKNPMNRPDLAVVLRFIDRMKAPEVPS
SETSSYANQNVPRRPPSHYLCPIFQEVMKDPLIAADGFTYEAEAIREWLANGHDTSPMTNLKMEDCNLIPNHALHLAIQD
WQNQW*                                                                          
>Atha_AT5G51270                                                                 
MDSFFKNSYLDPKAVRAQLPKRADLAAPSEPMTVALAISGSIKSKNVIKWALNKFGSDKNVTFKLIHIHPKITTLPTASG
NIVSISEELEEVAAAYRQKVMQETKETLLKPFKKMCERKKLKIDETRFESSLTKVAVELQVLESNSVAVAITKEVNQHLI
SNLIIGRSSQAASSRNYDITASISASVSNLCTVYVVSNGGVHILAKDTSDTERNDTSIESGFERTSSSCSSGSGANSDVM
SNALKSNPHTLSNKRMQNLPTIVRGVSVPMETSSTESDETKKRSSDAAEEASKRSSPETSRSVSWNPQFRDFDERKDAMS
SMSSNFEYGNVVTPLGHYFTDNQDTLNEISKLRAELRHAHEMYAVAQVETLDASRKLNELKFEELTLLEHETKGIAKKET
EKFEQKRREEREAAQRREAEMKATHEAKEKEKLEESSLVAPKLQYQEFTWEEIINATSSFSEDLKIGMGAYGDVYKCNLH
HTIAAVKVLHSAESSLSKQFDQELEILSKIRHPHLVLLLGACPDHGALVYEYMENGSLEDRLFQVNDSQPIPWFVRLRIA
WEVASALVFLHKSKPTPIIHRDLKPANILLNHNFVSKVGDVGLSTMIQAADPLSTKFTMYKQTSPVGTLCYIDPEYQRTG



RISPKSDVYAFGMIILQLLTGQQAMALTYTVETAMENNNDDELIQILDEKAGNWPIEETRQLAALALQCTELRSKDRPDL
EDQILPVLESLKKVADKARNSLSAAPSQPPSHFFCPLLKDVMKEPCIAADGYTYDRRAIEEWMENHRTSPVTNSPLQNVN
LLPNHTLYAAIVEWRNRNQ*                                                            
>Atha_AT5G61550                                                                 
MEEKKVVRALSEHLSLPPPPSPSVAVAINGKKKSKYVVFWALEKFIPEGFTDFKLLYVRPPVSYIPTPMGIAVAVSELRE
DVVSAYKQELDWSANEMLRPYKKMFERRKVQVEVLLLDSLEPAAAIAEEIAGTGVTKLVIGMSLRGFFSRKIDMSSLIAT
AVPRFCTVYVISKGKLASVRPSESDASGSIRFERSSSTSGSTDSPRLPPEYQDFLSAVSEAQSRVSPFSPALKHSMGSNA
VAQMDTSSSGTDQEEVSTGRGMEIVHSGIEGKKNKDESFSASFPMGTEAYNSMSWTSKWRDHEDRREMRSSSSSNNHDLV
NMDWGAVVPENYSWVSHTASHMSDGLLSVHSITDNQVNLNFEIEKLRAELKHVQEMYAMAQTETVGASKKLTELNQRRFE
ESEKLVELKEKEEVAKDTASKEKQRYEEAMKEAEKVKELMMKEALHRREAEFKAERDAREKDKLQASLVSPGVQYQHYTW
EEIAAATSDFAENLKIGIGAYGSVYKCNLHHTTGAVKVLHAGETQLSKQFDQELEILSKIRHPHLVLLLGACPERGCLVY
EYMDNGSLDDRLMLVNDTPPIPWFERFRIALEVASALVFLHKSKPRPIIHRDLKPGNILLDHNFVSKLGDVGLSTMVNQD
DVSSRTIFKQTSPVGTLCYIDPEYQRTGIISPKSDVYSLGVVILQLITAKPAIAITHMVEEAIGDDAEFMAILDKKAGSW
PISDTRELAALGLCCTEMRRRDRPDLKDQIIPALERLRKVADKAQNLLSRTPSGPPSHFICPLLKGVMNEPCVAADGYTY
DREAIEEWLRQKDTSPVTNLPLPNKNLIANYTLYSAIMEWKSNKRLNFPKEKFLAYHPIQ*                   
>Atha_AT5G05230                                                                 
MSGKGLSPAPFNAQPMIVQDADPLRFRVGEQDPKTREFAAFIGDHRYFAAAAAAAAAANPHPHLEFRQNFYSEKPIIGNP
NDSGGSDGEDDVDVEEEDEDDDLDGNEGDIGMNKDAGEDSVSAGAVIVVGQDNAAYYSQHFKTVEASFVSRNEESSIAAD
NGCDFSGRRDLSSSSSNSIESLRTILSDPTTGSLMADAMILPCGHTFGAGGIEQVKQMKACCTCSQPVSEDSITPNLTLR
VAVQAFCREENSQSNHPSKRKREGFDQERRAFGVTNHSGRSRNKSNHFPFAVADRVIIKGNKRTPPRFVGREAVVTTQCL
NGWYVVKTLDNAESVKLQYRSLAKAPEDPSAKATPNKMVSNWL*                                    
>Atha_AT5G18330                                                                 
MADSTADESTNADTLWRELHKVLPEIWYDGGGKDHCEIDEAIRILTCLRKIESKNPESDISPVEVPKEFICTLSNKIMIE
PMLIASGQTFEKSYILEWLKHERTCPRTKQVLYHRFMIPNHLINEVIKEWCLIHNFDRPKTSDEVIDLFTGDLESLLQRI
SSPSSVEDQTEAAKELALKAKRFSSVCVYFVAKIPDSITRLLTPLSISEDSNPEFLENIVTALHIFSTSEKNKTLVAENP
LVLPLLAKYMKQGTVLTRIHSAATVNSLSYTDSNKIIIGNSEVLKALIHVIEEGDSLATSEAFSALSNLCPVKEISEKAV
SEGLIRAAIKKIKAGSNVSMLLSLLAFVSTQNHQTTEEMDNLGLIYDLFSILRNSNSLVNDENAVVIVYNICKSYKALQN
VVLREEKRDVVLEEENKHGTFTRLENQEAGRATSLAKRILEWILR*                                  
>Atha_AT5G64660                                                                 
MRKDDLCITVPTFFRCPISLDVMKSPVSLCTGVTYDRASIQRWLDGGNNTCPATMQILQNKDFIPNRTLQRLIEIWSDSV
RRRTCVESAELAAPTRDEIADAIDRVKIEKEERDDREVLSKIVRFGRESDDNRGFLAGKDDFVKLLVDLINQVDFETTSA
AKSLVVQEAVKILSTIRSKVSDRRRFSNLILTNGRDRLSVIVYLFKTGNVELKIDCAGLLEFIAVDAESKLLIAERDGLI
TELMKSISKDSDLSLIESSLSCLIAISSPKRVKLNLLREKLIGDVTKLLSDSTSSLSVSVTEKCLKLLEILASTKEGRSE
ICGGDGECLKTVVKKLMKVSTAATEHAVTVLWSVSYLFKEDKALEAVTSVNGVTKILLLLQSNCSPAVRRMLTDLLKVFK
VNSRSCLSAYDTKTTHIMPF*                                                           
>Atha_AT5G65920                                                                 
MPMFQPSKNGGFDGHILDLHSAVKDGVLGGGDGKFLVVVTDEKKKLDLKEMISELELPEIPSVFICPISLEPMQDPVTLC
TGQTYERSNILKWFNIGHCTCPTTMQELWDDLVTPNKTLHQLIYTWFSQKYVLMKKRSEDVQGRAIEILGTLRKAKGKAK
VHALSELKQVVMAHAIAKKTVVDEGGVFVISSLLSPFTSHAVGSEAIAILVNLELDSDSKAGLMQPARVSLMVDMLNDGS
IETKINCARLIGRLVEEKGFRAELVSSHSLLVGLMRLVKDRRRRNGVSPALTLLKSVSVHKQVRNLLVRIGAVPQLVDVL
PCLDVECLESALFVLDSLCLESEGRIALKDSVNTIPHTVRLLMKVSEKCTNYAISILWSVCKLASEECSSLAVEVGLAAK
LLLVIQSGCDPALKQRSAELLKLCSLHYSDSMFISKCKLTRTIQ*                                   
>Atha_AT5G65500                                                                 
MEETKTHELEVEAESGSRMEKVYIAVGNDVQEGYKTIHWALKKWNNIPISIVLLHLCNISQDFVYTPFGKLPASSVSEEK
LQVLRKYEDQKIDKLLSKYITFCGKVKAELLKVEKQHDSIQVLILDLISKLRITKLVMGITFMRSSSSWKSKSAISGSFY
VYQNKPEFCEFYIICGGKMVSLKNDVNNNNSNIRSWIGKMFHDPGRNLDRSSGNNDDPTASGSSWDKNLQEIENYFQQLL
SLNLAEEETENVVEEEQEDDDDVALNVLQHMVKILRKVNEAKLMIDEKSREVKVNAERSNRAEWAISLCNSRIGEFEAWI
KEESERREKLQATLDSDKECIEEAKNYVEKGKTKLHSLAELQEVLSSKVKTMMEAKSQAEVELERVVLQRGEMITEIEKL
RSQRDVFNRRIEFCKEREVIGSVSKEEVKCGYREYVAEDIRLATETYSDRLRLKSGGNWTNVYRGRIKHTTVAVKVIGDS
LSDEAFGAKVKLLNEIRHPNLVAIAGFCSQRPKCLLFEYMHNGNLRDNLFTSQRKSRRSKILKWHDRIRIAHQVCSGLGF
LHSVKPKPIVHGRLTPSKILLDRNLVPKITGFGLIMHSDQSDTKPDVMAFGVLLLHLLTGRNWHGLLKAMSMNQTSILRD
LDQTAGKWPLELAKEFGALAVKCSSVNRGGNMDFSTKEIMEELGKIREKADEFKTKGGYEEATNSNMDEGDPNDIPSVFM
CPILQEVMKNPHVAADGFSYELEAIQEWLSMGHDTSPMTNLRLDYQMLTPNHTLRSLIQDWHSKRAAQASS*        
>Atha_AT5G18320                                                                 
MADSTETNADTLRRELQKVLTEILNDGGGNDRDETEAFSGVVKAIDEAVRILTCLRKVESKIPESDISPVEVPKEFICTL
SNTIMIEPVIIASGQTYEKRYITEWLKHERTCPKTKQVLSHRLWIPNHLISDLITQWCLVNKYDHQKPSDELVAELFTSD
IEALLQRVSSSSSVADQIEAAKELRHQTKKFPNVRVFFVAGIHDSITRLLSPLSTLDEAVDSSLELQENIVTALFNLSIL
ESNKTVIAENCLVIPLLTKSLKQGTDETRRNAAATLSSLSAIDSNKIIIGNSEAVKALIDLIEEGDLLATKEATSTVFNL
CIVLENKGKVVSAGLIHAATKKIKAGSNVDELLSLLALISTHNRAVEEMDKLGFIYDLFSILRKPSSLLTGENAVVIVFN
MYDRNRDRSRLKVVGEEENQHGTFTKLAKQGSVRAARKAQGILQWIKRFVTGKEPQRA*                     
>Atha_AT5G57035                                                                 
MVVMTNKFFELIGGAPSYSSVSVAVKGSVGDAVGGTASRRALRWTIENFLPKIDRLVLVHVMPTVTTIPSPSGSKIPIEE



LDESVVSMYKRDLRKEFEQVFVPFKRICKSNKVETLLLEHHDPAKALLKYMSDTDVECLVIGSCSSNFLTRKKGQEMPLT
VLGEAPETCEIYVVCKDRILTKSTNQFTADSSSSFRIPEGAEAYTESFSRTRSDKTGLSASSITSSGRMRIGRPGSLPHS
HPTSRVYSDAQSSSTDIVLVDDEHCRSILRHSTVSTSKIQMDPRPHLKTPKSGVRAEVEQLRKEVQTTLSMYKQACEELV
HKQTQVQSLSSECIKETERVITALEKEEMRRKAAAEEKEKHLKAVKEVEEAKSMLAKEFCERQLAELDALKQSIEKQKVI
EQLFLRDGRYRKYTKEEIAAATDNFSSRKIIGEGGYGKVYKCSLDHTPVALKVLKPDSVEKKEEFLKEISVLSQLRHPHV
VLLLGACPENGCLVYEYMENGSLDCHISPKKGKPSLSWFIRFRIIYETACGLAFLHNSKPEPIVHRDLKPGNILLDRNFV
SKIGDVGLAKLMSDEAPDSVTVYRNSIIAGTLYYMDPEYQRTGTIRPKSDLYAFGIIILQLLTARHPNGLLFCVEDAVKR
GCFEDMLDGSVKDWPIAEAKELARIAIRCSQLKCRDRPDLSTQVLPALKRILESANSRLKTEQANARAPTHYYCPILKEI
MEDPQIAADGFTYERKAIKEWIQKHQDVSPVTKHRLKHSDLTPNHTLRSAIREWRSRSRLDLSTTLGSY*          
>Atha_AT5G67340                                                                 
MMVHMEVSWLRVLLDNISSYLSLSSMDDLSSNPAHKYYTRGEDIGKLIKPVLENLIDSDAAPSELLNNGFEELAQYVDEL
REQFQSWQPLSTRIFYVLRIESLASKLRESSLEVFQLLKHCEQHLPADLISPSFEECIELVKLVARDEISYTIDQALKDQ
KKGVGPTSEVLVKIAESTGLRSNQEILVEGVVLTNMKEDAELTDNDTEAEYLDGLISLTTQMHEYLSDIKQAQLRCPVRV
PSDFRCSLSLELMTDPVIVASGQTFERVFIQKWIDMGLMVCPKTRQALSHTTLTPNFIVRAFLASWCETNNVYPPDPLEL
IHSSEPFPLLVESVRASSSENGHSESLDAEELRQVFSRSASAPGIVSEVVCKTKRNNNAAADRSLTRSNTPWKFPEERHW
RHPGIIPATVRETGSSSSIETEVKKLIDDLKSSSLDTQREATARIRILARNSTDNRIVIARCEAIPSLVSLLYSTDERIQ
ADAVTCLLNLSINDNNKSLIAESGAIVPLIHVLKTGYLEEAKANSAATLFSLSVIEEYKTEIGEAGAIEPLVDLLGSGSL
SGKKDAATALFNLSIHHENKTKVIEAGAVRYLVELMDPAFGMVEKAVVVLANLATVREGKIAIGEEGGIPVLVEVVELGS
ARGKENATAALLQLCTHSPKFCNNVIREGVIPPLVALTKSGTARGKEKAQNLLKYFKAHRQSNQRRG*            
>Atha_AT5G09800                                                                 
MRSDDLYITTVPCFFKCPISLDVMKSPVSLSTGVTYDRVSIQRWLDDGNNTCPATMQILQNKEFVPNLTLHRLIDHWSDS
INRRADSESPESDTPTRDEINAAIERFRIENDARSKILRFARESDENREFLAGKDDFVAMLVDLISDSRNFSDSQLLLVG
EAVKILSMIRRKIFDRRRLSNLILTNGGDCLTSFFLLIKRGNPKLKIDCSAVLEFIAVDAESKLIIAKGEGLVTEIIKLI
SSDSDSSLIEANLSLLIAIASSKRVKLALIREKLVTKLTSLLTDPTTSVSVTEKCLKLLEAISSCKEGRSEICDGVCVET
VVNKLMKVSTAATEHAVTVLWSVCYLFKEKKAQDAVIRINGVTKILLLLQSNCSLTVRHMLTDLLKVFKVNSRSCLSVYE
TKTTHIMPF*                                                                      
>Atha_AT5G40140                                                                 
MEIQRPVINLMVLHSQHDKSDNLSRRESLAGKSKWRTSLSRSSSSSSSNNNSPTKTEIPAEFLCPISGSLMADPIIVSSG
HSYERACVIACKTLGFTPTPPPDFSTVIPNLALKSAIHSWCERRCFPPPKPLNSAAAEKLILALMEKKPQRRKVSVSEKE
LIQAIRDKPSVRLNHAATELDRRPNYFNSSSDESIASSSRTLQLTTKPSCFSSPSSGEIESLEPNLTPEEEALLTKLKSN
RISEIEEALISIRRITRIDESSRISLCTTRVISALKSLIVSRYATVQVNVTAVLVNLSLEKSNKVKIVRSGIVPPLIDVL
KCGSVEAQEHSAGVIFSLALEDENKTAIGVLGGLEPLLHLIRVGTELTRHDSALALYHLSLVQSNRGKLVKLGAVQMLLG
MVSLGQMIGRVLLILCNMASCPVSRPALLDSGGVECMVGVLRRDREVNESTRESCVAVLYGLSHDGGLRFKGLAMAANAV
EELVKVERSGRERAKQKARRVLEVLRAKIEDDDLVENEEIDWEELLNSGDVSRSRCRLGGEKSCVNSAEF*         
>Atha_AT5G42340                                                                 
MVDVMDTDEEATGDAENRDEEVTAEEPIHDEVVDAVEIHEEEVKEDDDDCEGLVSDIVSIVEFLDQINGYRRTQQKECFN
LVRRLKILIPFLDEIRGFESPSCKHFLNRLRKVFLAAKKLLETCSNGSKIYMALDGETMMTRFHSIYEKLNRVLVKAPFD
ELMISGDAKDEIDSLCKQLKKAKRRTDTQDIELAVDMMVVFSKTDPRNADSAIIERLAKKLELQTIDDLKTETIAIQSLI
QDKGGLNIETKQHIIELLNKFKKLQGLEATDILYQPVINKAITKSTSLILPHEFLCPITLEIMLDPVIIATGQTYEKESI
QKWFDAGHKTCPKTRQELDHLSLAPNFALKNLIMQWCEKNNFKIPEKEVSPDSQNEQKDEVSLLVEALSSSQLEEQRRSV
KQMRLLARENPENRVLIANAGAIPLLVQLLSYPDSGIQENAVTTLLNLSIDEVNKKLISNEGAIPNIIEILENGNREARE
NSAAALFSLSMLDENKVTIGLSNGIPPLVDLLQHGTLRGKKDALTALFNLSLNSANKGRAIDAGIVQPLLNLLKDKNLGM
IDEALSILLLLASHPEGRQAIGQLSFIETLVEFIRQGTPKNKECATSVLLELGSNNSSFILAALQFGVYEYLVEITTSGT
NRAQRKANALIQLISKSEQI*                                                           
>Atha_AT5G62560                                                                 
MGGNKQRWFSFHQRSSSATTTTLPQHKHDETPPEFLCPITGFLMSDPVVVSSGQTFERLSVQVCRNLGYIPDLLDGTRPD
LSTVIPNLAMKSTIFSWCDRQKVDHPRPPDAAYVEGVVRARMDKDPNPSPGQSPGPGDKDPEPEILPPVEENSPSDYDAV
MEAIRARSKNSMSPTTSLESVTIGQSSYHPVRAVSMFSSSTTSSSSGVFAGADSPFRNAMSFSSTDHSSSPMSPEEEEIF
NKLRGTDIFDHEQGLILLRKMTRSSEDLRVSLCTDRILSFLRSLLVSRYNLVQTNAAASVVNLSLEKQNKVKIVRSGFVP
LLIDVLKSGTTEAQEHVAGALFSLALEDENKMVIGVLGAVEPLLHALRSSESERARQDAALALYHLSLIPSNRTRLVRAG
AVPTLLSMVRSGDSTSRILLVLCNLAACPDGKGAMLDGNAVAILVGKLREVGGGDSEAARENCVAVLLTLCQGNLRFRGL
ASEAGAEEVLMEVEENGNERVKEKASKILLAMRGGGGGESEFGENAEAREWNRMLEATGLSRTQFQGGQNGGFAYSSQF*
>Atha_AT5G01830                                                                 
MAVTLDSPSPARKRRPLVVGSFESPKLSSDTKLTRSLFLASHEISSMQPLPFILRRNSLSLIRKVKILASVFDELLLPRS
QLVVYSQSAHLCFEEMQIVMQRIKSLIDDCSRVSKLWLLLQIDIVAFNFHELVTDLSTVLDILPLHDFDLSDDAQDLISL
LTKQCSDSVQFVDARDVALRRKVTDTIAGIKHQISPDHSTLIKIFNDLGLSDSASLTDEIQRLEDEIQDQIDDRSKSAAA
SLIGLVRYSKCVLYGPSTPAPDFRRHQSLSDANIPADFRCPITLELMRDPVVVATGQTYDRESIDLWIQSGHNTCPKTGQ
VLKHTSLVPNRALKNLIVLWCRDQKIPFELYGDGGGEPAPCKEAVEFTKMMVSFLIEKLSVADSNGVVFELRALAKSDTV
ARACIAEAGAIPKLVRYLATECPSLQINAVTTILNLSILEQNKTRIMETDGALNGVIEVLRSGATWEAKANAAATLFSLA
GVSAYRRRLGRKARVVSGLVDLAKQGPTSSKRDALVAILNLVAERENVGRFVEAGVMGAAGDAFQELPEEAVAVVEAVVR
RGGLMAVSAAFSLIRLLGEVMREGADTTRESAAATLVTMCRKGGSELVAEMAAIPGIERVIWEMIGAGTARGGRKAASLM
RYLRRWAAGDTHNTAAETQSIVVPTPSRIFSPVL*                                             



>Atha_AT5G61560                                                                 
MGDGALIVAVAIKGNNSKTKGVVRWALQEFASQEHVVFKLLHVQPRDSNSVSTTRKDLTTSVYKKDVDRKTREMLLPSRD
MFVHREVQLDIMVLESDDIADAISKAVQDHGISELVIGASSSIIFSWKLKRSNLSSRIADATPRFCSVHVISKGKLLNVR
KSDMDTETSIADDRSESRFSSDSHSGTVSSTSSHQFSSTPLLFQRIQALTTVNQKVGTNIGKQNNEPHHHHHNRAGSLDV
DESKLLNQKGFYRTSSSGIGYGGSDISSWRSSQMEEASSSSTYSDPTSSSSQIHKDFELEKLKIELRHIKGMYAVAQSEV
IDASKKMQDLNQRRSEEATRLKNLTIREEEADEVVEMERERQEDAENEAELVRECIERETEERLEAEARAEEVRKEKQRL
EDALEGGPLQRQQYMKFEWEEIVEATSSFSDELKIGVGGYGSVYRCNLHHTTVAVKVLHSDKSSLTKQFHQELEILSKIR
HPHLLLLLGACPERGSLVYEYMHNGSLEERLMKRRPNVDTPQPPPLRWFERFRIAWEIASALYFLHTNEPRPIVHRDLKP
ANILLDRNNVSKIGDVGLSKMVNLDPSHASTVFNETGPVGTFFYIDPEYQRTGVVTPESDIYAFGIILLQLVTARSAMGL
AHSIEKALRDQTGKFTEILDKTAGDWPVKEAKEMVMIGLRCAEMRKRDRPDLGKEILPVLERLKEVASIARNMFADNLID
HHHNAPTHFYCPITKDVMENPCVASDGYTYEKRAIKEWLQKNHKSPMTDLPFPSDSLLPNHSLLSAIKEWRSQLIK*   
>Atha_AT5G37490                                                                 
MGFLWRTRSNEKKITPVLSWPESEPESEITIPPEFQCPISIDLMKDPVIISTGITYDRVSIETWINSGNKTCPVTNTVLT
TFDQIPNHTIRKMIQGWCVEKGSPLIQRIPTPRVPLMPCEVYEISRKLSSATRRGDYEKCGVIIEKIKKLGDESEKNRKC
VNENSVGWVLCDCFDKFSGDEKLTFMLNEILSLLTWMFPIGLEGISKLASATSFRCVAGLLKSTDDSVRQNAAFIMKEIL
SLDETRVHSFAVENGVAEALVKLIRDSVSSSSTKSSLIAIYQMVLQKPEIASEFLEIGLVSITVEMIVDAENSVCEKALA
VLDAICETEHGREEVRKNALVMPLLVKKIAKVSELATRSSMSMILKLWKTGNTVAVEDAVRLGAFQKVLLVLQVGYGEET
KEKATELLKMMNTQMKLMSDCVDSLKEFKYIKKPF*                                            
>Atha_AT5G18340                                                                 
MADSTADATETNADTLTLRRELKKVLTENLNDGGVKDRVETVKSIDEAIRILNRLKIVESKKRKRESDSSSVEVPKEFKC
TLSKTIMIDPVIIFSGQTYEKRYITEWLNHDLTCPTAKQVLYRVCLTPNHLINELITRWCLANKYDRPAPKPSDIDYVTE
LFTDGIESLLQRISSPSSSVADQTEAAKELALQTEKFVNVRDFFIKELPDSITRLLTPLSVLGDEVDSNPELQENIVTAL
FNMSTFEKNKTVLAENHQVIPLLAKSMKQGSVVTRRNATLTLASLSDIDSNKIIIGNSVALKALIDLIGELDDLSATHDA
LCAVIDLCCDERENWKKAISLGLAPAAIKNIKARRNLFESLAALALISPHERVIQEVANLGVIYDLLSILRKTSCMVTCE
NAVVIVGNMYAKSRERSIKKILAEEENQHKTFTKIATQGSVVAVMKAQGILQCINY*                       
>Atha_AT5G15400                                                                 
MATSKPQRSPAEIEDIILRKIFYVTLTESTDSDPRIVYLEMTAAEILSEGKELLLSRDLMERVLIDRLSGDFSDAEPPFP
YLIGCHRRAYDESKKIQSMKDKNLRSEMEIVTKQAKKLAVSYCRIHLGNPDMFGNSDKPSGGLDNRLKKRNVSPVLPLIF
AEVGSGSLDMFGASSSGVQAPPGFLDEFFKDSDFDSLDSILKELYEDLRSTVINVSVLGDFQPPLRALKYLVSLPVGAKS
LVSHEWWVPRGAYMNGRAMELTSILGPFFHISALPDNTLFKSQPDVGQQCFSEASERRPADLLSSFSTIKNFMNILYSGL
HDVLMILLKSTDTRERVLQFLAEVINANASRAHIQVDPVSCASSGMFVNLSAVMLRLCEPFLDPHLTKRDKIDPKYAFCG
HRLKLSDLTALHASSEEVTEWIGKDAMANANDAGRENGNESRLLQSKEATSSSSNASGQNAKSATKYTFICECFFMTARV
LNLGLLKALSDFKHLAQDISRGEDNLATLKAMRDQAPSPQLELDISRMEKELELSSQEKLCHEAQILRDGDFIQRALSFY
RLMVVWLVGLVGGFKMPLPSTCPMEFSCMPEHFVEDAMELLIFASRIPKALDGVPLDDFMNFIIMFMASPEYVRNPYLRA
KMVEVLNCWMPRSSSSSSATSTLFEGHQLSLEYLVRNLLKLYVDIEFTGSHTQFYDKFNIRHNIAELLEYLWQVPSHRNA
WRRIAKDEEKGVYLNFLNFLVNDSIYLLDESLNKILEIKQIEADMSNTAEWEQRPTQERQERTRLFHSQENIVRIDMKLA
NEDVTMLAFTSEEITAPFLLPEMVERVANMLNYFLLQLVGPQRKSLSLKDPEKYEFRPKQLLKQIVRIYVNLARGDTVNI
FPGAISSDGRSYNEQLFNAGADVLRRIGEEGRIIQEFMELGTKAKAAASEALDAEAALGEIPDEFLDPIQYTLMRDPVIL
PSSRITVDRPIIQRHLLSDNHDPFNRAHLTSDMLIPDIELKAKIDEFVKSHQSKKRTSGEDSSNKERIQTTNSDMLID* 
>Atha_AT5G65200                                                                 
MGKNGRLRWNPFSHRSSSSTSSSSRQQQQEQQPPVEFLCPISKSVMSDPVVVSSGQTFERVCVQVCRDLNFIPKLNDDEE
SLPDFSNIIPNLNMKSTIDTWCDTVGVSRPQPPDYSTVERILRQQMPPPDVEIRVSEQELLRAVAHRAPMIIHHADSELM
GRRDFNNSTTSSDESVIVAHSPFTPLPLTTRPACFSPSPSSSSSEIETLTHHTFFSNSTSTATEEDEVIYNKLKSSEIFD
QEQGLIMMRKMTRTNDEARVSLCSPRILSLLKNMIVSRYSLVQTNALASLVNLSLDKKNKLTIVRLGFVPILIDVLKSGS
REAQEHAAGTIFSLSLEDDNKMPIGVLGALQPLLHALRAAESDRTRHDSALALYHLTLNQTNRSKLVRLGAVPALFSMVR
SGESASRALLVICNLACCSEGRSAMLDANAVAILVGKLREEWTEEPTEARSSSSARENCVAALFALSHESLRFKGLAKEA
RAVEVLKEVEERGTERAREKAKKILQLMRERVPEDDEEDGEGSIDWDRVIDSNGSIRSRFRVGGRNRVVTQNSSGF*   
>Mgut_mgv1a007124m                                                              
MAEIEVPHYFICPISLEIMKDPVTVSTGITYDRESIEKWIFSQNNQTCPVTKQLLVSSDAAAAAADLTPNITVRRLIQSW
CTLHAVERLPTPKPPATKPQILKLLRDAAKSPPQAQIKCLQKLRSIAAQNETNKRCMETAGAAEFLAAFVVGKSNLQSGL
EEDLKACDEAMAVLHGLRLTESGLKTLSLNGEFVGSLTPLMQRGSDESRAYSIMLLQQIVEVAEPSHLINLRPDFFVETT
QILKDQICEKASKSALKVLINVCAWGRNRIKAVEAGLVAVIIDLLLDLPSSSSEKKSACEMMLTALDLVCQCAEGRAEVV
NHAAGLAVVSKKILRVSPLASERGVRILYSISRFSAGGNNGILQEMLQIGVVAKLCLIMQVDCGVRTKERAREMLKLHSR
AWRNSPCLPRNLLSSYPS*                                                             
>Mgut_mgv1a026838m                                                              
MTELIPIGTILALLTNQIMKTAQAAKDVVFEKESFKILAKHLLDIEPVLKELESHHLNDSPATRQALESLENDVKKANNL
VDKYKNRGRFYLLIKCRQIVNEIQDVTREIGNALAALSLANIEVLSGISDQVNKIQNEMQRAQLETAQSRVQIVDKLNQG
LSDQVFDKEFANDILSEIARAVGVPVEPLEISKEIASFKKEKEEAEDRKERAEVLFLDQVIELLSRADAASDYEEVRRQY
FQRLDAVEKYDPREEWIQPFRSFFCCITGNVMVDPVSLCTGTTCERAALENDWFGRGEETDPETGEILRDFSYRPNIRVR
QSIQEWRELNYCIKIRSCKTKLISHVDSLVEEALDRMEELVREDSVNKDWVSIGGLTDLAVAMIGGGVVSEDVENKLLVT
LKEIIDGHERNKVIFVENHGIEKIVPCLQLDSSVSMAAIELLYEVLRDRSGWNEGFCRTFSQQSDSIAFLVYLVKNPVHE
TATKKLAEEILMKLCEVDENVIQAAKVNYFRPLIDKVIQGSVPVRISMVRELLTMELDEEKIELLGEEGLIPPLLEMASA



NIESKEVSLQALVKLSTFHHNKRIFASLGGPTLILKLMFSSHMLAVVVPKCTEILANLSSSGDGIKYMVDRNGAHLELEP
VITGLLSFQHNLNSLDVVRKPALRALLGICRAENGLVKSAVLSASGVSVILALLDDSNQEIRELAINLLFLFSQHEPEGV
VEYLLKPRRLEALVGFLENSDKGDVQMAAAGLLANLPKSETLLTEKLIELGGLKAIVDIVRSGTIEAKENALSALFRFTD
PTNLESQRITVEQGVHPLLTNLLRVDSVTASARAAALLGDLSMRSHELSVVHPKKPRCLCVWFRFTRKRLSVCAAHGGEC
SVGATFCLLEAEGALDGLVGLLEKKVDATAYEAIQTLSTLVREDSPQRGAHVLHENGAVGPTIEVLRWGSESLKGEALSL
LEKVFTRDMVELYGSTARLPLMQLTGRSFFEDGHLQRKAAKVLLLIERYLRSSSTYSVTGLNSF*               
>Mgut_mgv1a007556m                                                              
MKGEEMVIPHLFRCPISLDLFKDPVTLSTGQTYDRIFIEKWLSEGNATCPVTMQKLDDSSIVPNHTLRHLIHEWIIDNSE
GQFEAADDEENDVSIGEFKRILESNESTLDDKILVLDKVHSLSEKLPLENSRLIEFDFFGLLSELVFEIGTKSLKFVEKA
LFCALKLMPFSEMESLNKILEQETKYVVFLLLFEQGNISIKKSLCLVVEAISSCVDTKNLGEKLGKSDKLLRGIVDVVQN
KSEANEAGVRALSSLSRIEKNRENLDKQGAVKGLIAYLSNVEIIEKGSLAPMAVSTIENLLLSVGSAKIAILDNCCGVKA
IVKMVFRVSNHEGSESAVNCLVIVCSDSKIARETAIVEGVLTQLLLLLQSQCSARIKTKARMLLKLLRTMWINEDLNNGF
GVI*                                                                            
>Mgut_mgv1a022023m                                                              
MISKSNEFTRRILHLPAIRPCESVSLSTLVTSLIKLAHSICSFKSKTFFTNKKNASVSIKLIETLLVFLQEIRNTNPTTS
EPSTFLCLSELHFVFQKVLFLLEDCSRADARLWMLMKSEKASAHFRELMRAIAIALDVLDLVGGGGDNEVQELVDLVKKQ
ALRAKFDVGKDDRRAVRTVLRVIDQFEWGIAPQSNDLKRVLGYLGIATWNECNDEVKLLEAETEREYETSQKRDVQFLTS
LKAFLIFCRCTVFVDTNDNVVVQQQFAGSDQTIVTCLKSDDFRCPITLEIMADPVTISTGHTYDRSSISKWFASGNRTCP
ITGEKLVCVDLVPNLALKRLIKQFYCCGNGTAFAAHDLTITKSCGVVISSLAAEQATKQLANFLVFMLLSGTSDERNKAS
YEIRLLTKTSVFNRSCLVEADAIPPLLSQLISINPASQENAMAGLLNLSKHSKGKKVIVENGGLARIVDTLNNGLKIEAR
QHAAGALFYLASVEDYRKKIGRITDTVPGLMGLLRGRTVSGKKNALAAILGLLMHPENHWRVLSAGLVPFLVKNILSEYS
VEREDDLVTDSLAVLATLAEKLDGAMAVLSAGVLPVILDIITSASKSRAAGEYCVSLLLSLCVNGGADVVGLLVRNSPLM
AALYSLLADGSTRSSKKAGSLIGILHAFNEKSRFSSSSAAIGQEQFVRVW*                             
>Mgut_mgv1a011452m                                                              
MAAQLPDDFKCPISLEIMSDPVILSSGHTFDRASIQRWLDAGHRTCPISKLPIPEPPSLIPNHALRSLISNYALVSFPKP
QPCPPNPQTLIHLLLSPSSQLGDRLNSLDQLSRVSKRDSAMRRRLAESGAVAAVLTCIDSDEPGVQEKALHLLLNLSLDD
DSKVGLVAEGVVGRVVYALRYGVEDSRAVAATVLTSLAVLEVNKVTIGSYPDAIPGLVSLLQMGNSRERKEAATALEKMC
LGAVREGVFETCVGLLEDDNEKVRRNAKNLIQVIQERRGNV*                                      
>Mgut_mgv1a001458m                                                              
MAESWDGSSSNNDSASQSEESHHFERLRIEPIYDSFLCPLSKQVMHDPVTLENGQTFERAAIEKWLNECREAGKRPTCPL
TLRELRSTELNPSIALRHTIEEWNARNEAAKLDMARRCLSLNIPENDILQALKFVQHLCLNNPVNKQVIRNADLIPMIVD
VLKSSSRRVRCTSLETLRIVVEEDSDNKEIMAEGVTVRTIVKFLSHEQSKEREEAVSLLYELSKSERLCEKIGSVNGAIL
ILVGMASSNSENLITVEKADKTLDNLAQCENNVRQMAESGRLQPLLTLLLEGSQETKLSMATYLGELVLNNDARVYVART
VGFSLVNLMKHNNMQSREAALKALNQISSYEESAKILIEAGILPPLVKDLFTVGSNQLPMRLKEVSATILANVVNSGHDF
DSIPVGPGRQTLASEETIHNLLHLISNTGPTIECKLIQILVGLTNPPATSVSSVVYAIKSSGATNSLVQFIEAPQRDLCV
ASLKLLQNLSPHMGNELASSLRGPSGQLSSLIALVSESAVITEEQAAAVCLLADLPEQDKGLTRQMLNEGAFQSFISRIV
SIRQGETRGNRFMTPYLEGLVKVLSRITFALSEQSAFQVCRENNLASLFIELLQTNGLDNVQMASATALENLSQETKNLT
KLPEYPPPRFCASIFPCLSKPAVITGLCRVHRGACSLKETFCLLEGQAVDKLVALLDHKNEKVVEASLAALATLLDDGVV
IEEGVQVLIDAEAVKPILDVLLEKRTENLTRRAVWTVERLLRSEEIAYVVADDPNVSTALVDSFQHGDYRTKQIAERALM
HVDKIPNFSSIFSNTT*                                                               
>Mgut_mgv1a004066m                                                              
MPSTVIAPHSRNLTLDNVADNFPSGSDVNYYTTAKNNFNSFTSSSADDNNPSSDQASTSDNTPTKNQADVNFELEKMRVE
LRHIRGMYAMAQGEAIDTSRKLSGLQKRRLEEETNLRKISFKEKEAKELANKEKTRYEDAKKEAEFVNECAEREAEDRRD
AEIWAARETKEKENLENALNGSLIQYRKFTWEEIVDATSSFSDDRKIGMGAYGTVYRSTFHYTTAAVKVLHSKDASRTKQ
FQQELDVLSKIRHPHLLILIGACIDHSCLVYEFMENGSLEDKLIRKKNKNNAPPLLWFDRFRIAWEVASALSFLHSAKPK
GIVHRDLKPANILLDINNVSKIGDVGLSTVVNKDSISVSGLVGTLSYIDPEYQRTGVVAPESDVYAFGMVVLQLITGKPA
TALTHKVETAVDNDRLTELLDKKGGDWPIEETKVLARMALKCTELRRIDRPKMKGEVLPVLERLKDFAEKAPNLALVSAP
TQFICPISNVVMSDPCVAGDGYTYDRGAIEKWIKVKDTSPVTDLQLPHKHLIPNYTLLSAIMEWKS*             
>Mgut_mgv1a001191m                                                              
MAMVEIQQQNNRIRYPEIDTSNLNLSSSGSTRSQIMGELEVPKTTPYLALQDDVMFVALGKDVKEGATVLMWALHNSRGK
KIFILHVHQPAQKMPMMGGKVSISLVDEDQVKAYHAKERLEMHKILDKYTRTCDRAGVRAEKLYIEMDSIEKGIVRLITE
QGIKWLVMGAAANKHYSRKMKEPRSKKATHVCAEAPSSCHIWFICKGSLIHTRESKVQESPNAKEVAHSLRSRSGAEGES
NQMGLRSTGFNNRMFSSEEPPNGFAWMSPESSLNREGNSDWDSLSRGSPSVNSRISTCSSSEIIENSSALITVPCTQENE
IGSGSPIASTAIEGNTNDELYDRIEQFMVEAENSRKEAYEESIRRKKAEKDGIDFIRRAKASEVLYVEELRRRKESEEAL
ARDRKETERLQWELNGIMEELRVALDQKYSLECQIADSDRMVDELEQKMFSAVDLLQKYKQERDELQVDLDNALKVAEEL
RKKQAEVASSSSKSQFFSEFFYWEIEGATSNFSQSLKIGQGVYGSIYRGNLRHTQVVIKMLHSDTLQGPYEYQHEVSILS
KLRHPNIVTLIGACPEAWSLIYEYLPNGNLEDRLNCKNNTPPLSWKTRIRIAAELCSALIFLHSCRPNGIVHGDLNPGSI
LLDENFVSKLSHFGVSRELNKDKTSDNNTTLCHRADPKGTFIYIDPEFLLTGELTPKSDVYSFGVILLRLLTGRPAIGLT
NDVQVALDKGTLKEVLDAAAGDWPFVQAKQLAHLALSCADMNSGFRPDLASEVWRVLEPMKVSCGVTSLRFGSEESHHIP
AYFVCPIFQEIMQDPVLAADGFTYESEALKGWLESGHDTSPMTNLKLPNCNLVPNHALRSAIQEWLQQS*          
>Mgut_mgv1a021867m                                                              
MRISSSAVTAVSGITYDRDSIEHWLFDTHHTICPVTKQPLLTNSDFLITPNHTLRRLIQAWSTVNSPYAAASGGGQCIPT



PKTPVTKSYVANLVRKLRIPSLQMKTLEKLEALAAEMNERNRVCMVEAGLAEESNNGLEVALSILYTARVWIYSTDENDD
EIIMDSLMWVFGLTDGESSAKLKLHASHVLKSVVKNSNPRLLERLKPDFFRNIGSYLRGGDNINALLYVFSEACKWGRNR
AAMVEAGVVFDLVEVELRRSPAAAPEKRTTELVLGVIHQLCSCAEGRAQLLSHAAGVAVVTRRMLKVSPAADERAVMIVW
LISKHSATSGVVTEMLRVGTVAKLCMVMQANCGTHLKEKARDILRAHCTVWKDSPCVEVATLTRFTR*            
>Mgut_mgv1a001510m                                                              
MAGNWDSISEQGDESHHFDKLHIEPIYDAFICPLTKQVMRNPVTLENGQTFEREAIEKWFRECRESGKRPVCPLTLRELK
STELNPSIALRNTIEEWNARNEAAQIDMARKSLSLASPENDVTQALGFVQHLCQKNPSDKHVIRNAGLIPMIVDVLKSSS
RRVRRKALETLRSVVEDDSDNKEIMAEGDTVRTVVKFLSHEQSEEREEAVSLLYELSKSEKLCEKIGSVNGAVLILVGMA
SSNSEDVLTVEKADFTLDNLAQCENNVRQMAECGRLQPLLTLLLEGSPETKLSMASFLGELVPNNEVKLFVARTVGFSLI
NLMKSSAIESREASLKALNQISSDEASSKVLIEAGILPPLVKDLFTVGAKQLPMRLKEVSATILSNIVNSGHDFDYIPVG
PDHQTLVSEEIIHNLLHLISNTGPTIGSKLLQVLVGLTNSSSTVISVVSAIKSSGAINSTVQFIEAPQSDLRLASIKLLQ
NLSPHMDQELADCLRAPLSGLIRVITENVGMVTEEQAAAVGLLADLPERDSGLTRQMLDEGVFEMFVSRIVKIRQGGARG
GRFMTPYLEGLVKVLSRITFALTDEGARAICHSHNLASLFVELLQANGLDNVQTASAMALENLSQESKNLTKLPEHPSPG
VCAPFFPCLSKPQIVTGLCKIHRGKCSLRETFCLLEGNAVDKLVALLDHNNDKVVEASLAAISTLLDDGVDINEGVQLLI
DTEGIKPILDLLLEKRTESLIRRAVWAVERLLRNEEIAYEVSGDPTVVTALVDAFQNGDYRSRQIAERALQHVDRIPRFS
GIFPI*                                                                          
>Mgut_mgv1a001434m                                                              
MEISLLKSLLNSVSCFFQLSSCEGMKSEPVQKYHAKIEEILKLLKPTLDAILDADIVSDEMRQRVLFEGLLQSVDELRDI
YENWQPLMSKVYFVLQVESLMSKIKTHGLEILELLKSYDQGIPAELSAASLELRVQKIKHVGSESTSSIITDAIKDHVEG
SGASSESLAKVADSLGLNSNQELLIEAVALEKLKENAEQAENTGEVEYIDQIIALVTHMHDLLVMLKQSQTCNPVSIPAD
FCCPLSLELMTDPVIVASGQTYERVFIRNWIDLGLTVCPKTRQTLAHSNLIPNYTVKALIASWCQSNNVKLPDPTKSIHL
NQPSSLLANAEPGVVRRVNNSGTPDRSLGSAGSVPSIAVKRDRTSPSPPHSLSEDSLAEATVNGHVLDAERVSPRSSDDR
SDHSGERSLNLGGLTLNSPSRNGGAGVDDSSQGHNRTNSASSTVSNSNMSQGTAADGNEVASHASAYVSDTSGELATEPR
SAATLNPPTREHSFPSRLETRPRGAMWRRPSDRFAPRLASTPTVEMKAELLEIETQVKKLVEDLKSSSLDAQIKATSDIR
LLAKHNMENRIVIANCGAINVLVNLLRSTDMTVQENAVTALLNLSINDNNKSAIANADAIEPLIHVLETGSPEAKENSAA
TLFSLSVIEENKIKIGRSGAIQPLVDLLGNGTPRGKKDAATALFNLSINHENKTRIVQAGAVKHLVELMDPAFGMVDKAV
AVLSNLATIHEGRAAIGQERGIPVLVEVVELGSGRGKENAAAALLQLCTNSSRFCNMVLQEGAVPPLVALSQSGTPRARE
KAQQLLGYFRNQRHGNAGRG*                                                           
>Mgut_mgv1a023902m                                                              
MATAAELKKELQRVVEALMEEDDDDLDATENAIEICLALQKNPPPEFNCPISGVLMRHPVVLASGQTYEEQIIEEWLKDG
HQTCPLTNQLLPHTALIPNLSIKKMIDNWCTLHRFEIPIDDDETQDFSANANAEHLIELLEKLSSTSDRADAAKELRFLT
KKFSSFRALFGETKDAIPRLFSPILIRNTNSDSDLRNDLVAIVLNISTHESNKKRIVAGENSPLAVSFLVESLRDENVKT
RSNAAAAISSLSTLDSNKHLISKSGAIRALIELIEEGHPFALRDACFAILNLCTVFENREIVVREGAVMPIVEKIIDCVL
VDEMLEILAMLSSHERAIEEIEECGVIFCLFGVLGENVSEKSTENCVSIIYNVCFSDRRKLREISEVENAYEILSRVAKS
GTSRAKRKANGILERMNRFAFARLKQ*                                                     
>Mgut_mgv1a018747m                                                              
MELRTNYNTPTNTVEILQSLQKKVELAKSFTTKIEKNVHTMNSSEIITTVHQLEGLVKSFGENLNVIPLSTYGNQEYADK
AAKSLSKEMKEASFSVAGPTSREIETDLYAVDADISAVNIQLSDYPSQTYSTPDYNNINSREISAVLDRNNLALPQLARY
MEPLYETFYCPLTKTVMEDPVTIESGVTYERRAISDFFDKFEDQNELVCPKSGKSIKSRNLSTNVALKATIDEWKERNEA
ARIKVARAALSLASSDNMVLEAIDDLQSVCRTNPYNKVQIRSIGIIPLLTKFLEYRSRSIRQVTLELLKQLAEDDEEGKE
IVAKTVDISTVIKMLSSSHTPVRHASASLLVELSKSRFFCNEIGAVAGGILMLTTVKYRQPLDSFASEKADEILKNLEKL
PDNIKLMAENGYWEPLLTHLLEGNEEMKMEMAVYLGKIILGSESKTYVAERASPALIEMVKTGNSPSRNAAFKALQQISS
HNPNAKALVDAGILQIMIEEIFTRSSTHNEEMSSRNEAALILANVLESGLDLENFQVTTHGHTLASDYIVYNIVSRIKNS
TPDKLNINLIRILLCLIKSDKASSTIVSVVKEMEASYDLIDLINNPNEELGIKSIKLLITLAGFMGHTLSDRLCKTQGQP
QSLIANPNEITTITEKHAVSANFLAKLPHQNLTLNLALVNSKTIQAVTTSIAQINKTGTRSSRHTSSYFEGLVGILVRLT
TTLYDHQILLTAKTHNFASLLTELLTRSFTDEVQKLSAIGLENLSRHSVALSRPPQRKKKNKILKLSFFRKCISINLSKD
ESTFSLCPVHRGVCSSQETFCLIEAEAVERLLSCLDHENVEVVEAALSALSTLLEDKVDVDKSVGFLSERNAVRHVLNVV
KEHKEEGVTKKAFWVIERFLMKGGDDSVSDISRDRLLPATLVSAFHHGEGSTREMAGKILRHLNKMPDLSNTLTFTK*  
>Mgut_mgv1a023714m                                                              
MELMKDPVTISTGVTYDRKNIEKWFHTYKKATCPATMQLVDNPTTTPNHTLNRLILSWLNTSQSNHDRRRPPPPLPPSSK
HEELAALLAAVNDSTPFKVSSLRKLRSVVENGDHAIKEDFKKSGGVEALVSIMVQILSDDSGFTMFRACEEALGVLNQIP
FSDEDDEKILQLLMNPNCMKSMAAVLQRGGAEARFCAVSIFQKIAKADYQWYYVAEDQGVDFFKSLLEISSDEISTAASS
CALQLFVEMLEASKKSRLKAVEAGAVCTLVELLPDSIRPKRCERIMQLIKLLCECAEGRAAFAEHGLGISAVGKKMLSVS
SGATKIGVKILWLVSSYHSTERVLEEMLVCGAVKKLVALLHIGGRSTTKERVFRKDC*                      
>Mgut_mgv1a000737m                                                              
MENSKNLHDIAQSAYEASQIARQTLIQKENFKKFSSFLERLSFSLKESSKFDAVRDSETLNRAIENLKAEIETAKQLGTE
CAEGNRIYLLLNCKKIAGELDKTSKNISQALIPFTSGSFELESNNILANLCKNMSDTQYQVSAIEQEILQKIETGIEDRR
IDRSYASNLLVHIAESLGISCESSELKMEFERFKKEIENIESSTEALRMEQIIRLLSNADMVTTPKEKEIKYLTKRISLG
RHLLEPLPSFYCPIKLDIMEDPVETPAGHTFERAAIEKWLMSAEGNSLCPMTKMPLSRSSLRPNRVLRQSIEEWRNRNIM
ISIASMKPEIQSNDELEVLRCLNKLRDLCETSQMHREWIVMEDYIPIVAGLLSAKTSEFRVRSLAVLYYLAKDSDDNKER
IVKENDSIVYIVRSLARKVEESLSALQLLLELSRITHIKTLIGGTQGCILLLVTLANSDDPQASKYAQEVLKNLAFVDTN
IIQMARAKFFKPLLHRLCEGPVSIQITMADTLAEVELTDHNKLCLFRDGALHPLLQMLRNSDIDVKAAAVKALQNLSGVA



QNGLRLIKEGAKESLFELLFCHSLSSSSSKLREQVARTVMHLAMSTTSSEASEEQISLVETEEDIFKLFSLISYSGPDMQ
ETLLLTFLALCKSPTGSQIRNDLRQISAVKVLVQLCELDDLSVRAAAVKLLYRLTQDGDHTTFLDHVNKKCTENIVKIIE
TSKNEEEAAAAMGVISHLPRNLQISEHLLDSGGLEVIFDCLNYKNTHTPHVKELVENAAEALSRFTVSTNPMWQKRVAEA
GMIPVLVKLLSTGPPLAKSHAAVSLKQFSESSGSLSSPVKMGGVLGCCFGSPPANVCQIHGGVCSTESSFCLLEAGAVGP
LVAVLGESDDLRVCEASLDAILTLIDGVQLQSGCKVLDEGGALVQMIKILNCSCTNELQEKMLGALQRIFRLVEYKTKYG
KSAQMSLVDITQRGSSGAKSLAAKILVQLNVLNEQSTFF*                                        
>Mgut_mgv1a002350m                                                              
MIQRFDRTDRRILDLPAVHPCEGISPATLLESLIKLSHTIISNYQSKSFPTQRKNARETIRQISILSIFFEEIKEQIPEI
SDSIALCLSELHITFQKIRFLLEDCSREGAKALILMKSNSVSTHFQTLTRVIATTLDILLPLNSIGISPEITELVQMLST
QARRPGLMDTDPRDEAALRGVILVLNQFENRFEPDPFTTRRILAHLGIRTWSECRKETRFLDERIRAEPDEREVPLLSGL
LGFLSYCRGVLFDDCDFNDHNSDGRSDRGFEAISFLSFEDFRCPISLELMTDPVTVSTGQTYDRVSIQKWLKQGSLLCPK
TGEKLKTADLIPNTNLKKLIQRFCTEYGVSIAKSRKKNRDLSSTILPGSPANAEAIKFLSEYLVLSLGYGTDHQKNKAAY
EIRLLAKSNIFNRARLIESGSVPPLLEMCNNPMLQENAVSALLKLSKQPSGQTSILENSGLNPIIEVLKNGVSQESRQTA
AAVIFYLSSVHKYRRIIGEHDGIFPSLLEVVKNGTACGKKNSVVAIFALLFHHKNRTRAIEAGAVSTLLNLLEASPDKPE
LQTDALAVLSALADSVDGSVEIVRASSSDLSLILRCLQNVETRAGKEYSVSILHSLCLNCGDDVLDVLSKEASLMSVLYS
LLTEGTSHAGRKARSLIKILQKFCETRLSSMIGEVGREQRFVNVR*                                  
>Mgut_mgv1a019255m                                                              
DLLAEEGFKRRNAKINPRVSFASEGRGGKQHEPVKRTERTKSDIPRYSSKPEFATSSTFKNRKPRDNYNNNNNNNLSRLQ
KVESGSQNRTSISDNRSDSKISENENIFDTPSIDEAAVKAIISILSGHIKRFVTDEEFRTSLHHKTFASLNFIGLNEGLS
TESKVVENLEQAIEIVERAAEEIATLKELKRASLQLSVITGLNSDDLRDGFTSGIANFKLSACAHLYLSVVFTIQNKDRI
SAKHLLQVFCDSPLQARTSLLPDLWDRLFLPHLSHLKIWYEKETRSVTDSPTNLKILEKAYNECLDSGTYSFAKYYKDWI
TEGAETPSAPVIKIPSLSFRLMPRGGLYGHASSPASHVSPQTMVSKKLYDEVFRHSRKSGTDSEVSRSSDSPAAEDKQLI
LYSLKSSADNLPEDPENPMFELKQIEPEPSIQENHENYEKPHSVNSMPEDFLCPLTGLLFEEPVTLETGQTFERESIIDW
FNKGFLTCPVTRKTLRSRAAPPVNLILKRVIDKWKTDHFEHLFTLLSREESDESTTVCIIQQLLGVFSKDERIINARRII
SSGGLQFLMRRFDSARKAEDKSSILPLLLFCIEADVASRNIIARNINRWNLLELLHTEHIKSRTNAVLLLMELICLNRRN
EAKCFFGGLCEEDIISAMDDLLVYLQTCPFEQTPRVAVVLLHFDILSEIETSNVYRQEAVDSITIAIERSLSDGNIRKEC
SRSLLILGGFFSSSGKLMTEDWILKLAGFLNGPDSDIAEDEGNDITVDATVDFFCEEGEEENEREKWLMSLSASLVGDGK
KSFLDTLSKCLLLGNSDFARVCLTTVAWLSFSLNETEFRVCAFSALVSPLKQCLEYGRMVEHKILASFSLLNFSSIPECR
LLLMKIGDEIGPCLKNLAEVTWTAKELCTVISRQTR*                                           
>Mgut_mgv1a002121m                                                              
MASAAVFSSLRKRRSPPLEAFLAPVHVSNAVVLETISAVSSELVSSYSGSSKTMPFFQVKNSRSLIRKIQVISVLLDAFR
DVGFSETASTVPLCFKELYLLLHRSKILIDYVKGSSKLWLLLQNHSISGHFHDLNQEISTLLDVFPLGEIDLPEDVKEQV
LLLCKHSTKSKLFTDKHDDFLRLKLYYFLNEFDSGRIPERSELHAFFIEKLGISNVESCRFEIEFLEEQIVNRAGDIEPT
SSVINGFVALARYCRFLLFRFEDEAELGRWNQNKAKKGFITEEIAGTSITIPKDFCCPFTLDLLKDPVIVSTGQTYERAS
ISRWMQEGHLTCPKTGQMLVHTKLVPNRAMRNLITQWCTANEIPYDPPENPDYSSENSFASSPSKAAAEATKATSSLLIE
QLANGTEKAKTVAAMEIRYLAKTGRKNRACIAEGGAIPLLEKLLSSSDCFAQENSITAILNLSIYDRNKGVIMGVEGCLR
AIVWVLRNGLTVEARENAAATLFSLSAVHDFKKQIAEEDYAIEALASLLRNGTPRGKKDAVTALFNLSTHIENCGRMIES
GAITVLVEALDFEGVSEESAGALALIVRQRLGAEAVAKEEKAVAGLIGMMRCGTPRGKENAVAALLELCRSGGAAALERV
VKAPAMVGLLQSLLFTGTKRARRKAASLARVFQRCENGWLHFGGLGVGYAFAGDLDVNRDTMSVAISVPVV*        
>Mgut_mgv1a002302m                                                              
MDLTPLRCLNNSISRLIHLVTCRISTAMPAEKDYINLVSSLKLVKPVLDDIANRKAPLDEALSKECDELDTAVNEAREFL
EKWSPKTSKILCVLQSKPLVLKIQNSSVKLCGFCESSPNAQICIQESRNLKLGQLSEHIEEILKSQEDWEKNPCADHLTE
IIESFSLRSSQELLNERIALEKEKQKAESSNIKSELDRISQILELISHIREFVEKNKSVNNVQIPSYFRCPLSLELMWDP
VIVASGQTYERAHIQKWLDQGLVRCPKTNYELAHKNLIPNYTVKALIVNWCNENKVELSNNSDKVEDVFEARKVPEEGSV
QSSPEHSYVHSRSESASSAVSSIDYASAAPEIGVSRMSVNYPFTPPNGGSPSLSGKFYNSSKTISRMLSFPSYSLHNELT
STPHVEKLVNGLRSLSTEVQTASAGELRFLAKYNIENRVIIGQCGAIAPLISLLHSDNELIQEHSVTALLNLSIDENIKS
RIAEEGALEPLIHVLKTGNTGAKENAAAALFSISLLDDYRVKIGRSGAVNGLVDLLKTGTVRGKKDAATALFNLSIFHEN
KARIVQAGAVKYLVGLMEPCSEMVDKAVALLANLSTIVEGCSAIAREGGIPLLVEIVDMGSQRGKENAASILLQMCINNS
KYCRSVLQEGAVPPLVALSQSGTPRAKEKAQQLLSHFRNQRESAVARGRS*                             
>Mgut_mgv1a002720m                                                              
MAENPEEAILSQLSESVKAITALPECKTVSRKMYGNLVRRIKLLSPLFEELKDGGEEQLADDVVQGLDALRIALDSALQL
LKSVHEGSKIFQALQVDKIASKFEQVTQQIEAALSQVPYNKLDITEEVLEQIELLHAQFKRAIGRMESPDLELVRDLAAA
QMEDDPDQMVFKRLSEKLHLTTTNDIKAELIAIHDMVISCGGGGGGGGAHEGISDDYIETMSFLLRKLKDCVMTDNQEAE
SNEIDKSSMKHRSPIIPDDFRCPISLELMKDPVIVSTGQTYERSCIQKWLDAGHKTCPKTQQTLSHTALTPNYVLKSLIA
LWCESNGVELPKKQGNCRNRRSSTTSTASGGTSSSDCDRAAISALLKKLANGNPDQQRAAAGELRLLAKRNADNRVCIAE
AGAIPLLVELLSSQDLRTQEHAVTALLNLSIHESNKGIIVNAGAISDIVDVLKNGSTEARENAAATLFSLSVVDENKVAI
GAAGAIAPLIDLLCHGTPRGKKDAATAIFNLSIYQGNKVRAVRAGIVPPLIGLLKDQGGGMVDESLAILAILASHQEGKV
ALGQAEPIPILVEVIRTGSPRNRENAAAILWSLCTGNSQCLKLARELGAEEALKELSENGTDRAKRKAGSVLELIQRVEE
VVIS*                                                                           
>Mgut_mgv1a007252m                                                              
MAREKRRQELYVTVPSLFRCPISMDLMNSPVSLCTGVTYDRSSIEKWLALGHNTCPATMQTLLSTHTTPNLTLRRLIQLW
LSHADVTQASPTSCISKQQAAEIVVAGEFDADSLEKVIGFLTASKENLNFFVAQSSAAVSKLVEVFANSDQIRICELIVE



ILDLISPENGVAERLADLILQSGDGGDCLSSLAMVLQKGNIKSKVKSAKILEMIAVIKPQSHRKIAEKPGLLYELYILST
VEIDTSAVEASLSALIAISTTRLVKKELIRFGTVRTIGEILSGSDYSAPVRGVVEKALAMLETIATCTEGRGAICEDGKC
VVEIVKRLMKCSGVATEHGITVLWSVCCLARDRVAQEKVRLVNGLTKVLLVMQSDCSANAKQMCGELVKVLGAKNSKSNL
APYETRTTHITPY*                                                                  
>Mgut_mgv1a025656m                                                              
MPKVEIPCYFLCPISMDLMKDPVTLSTGITYDRLNIQKWLFSSSSAAACMYVCPVTRQPLSDEEDGGRRLTPNHTLRRMI
QAWCTLNSFERIPTPKPAAAAADKSQILNLLEQAKNSTTNRQLISCLRRIGTSLAAGNVSCRNNLHFGGGVDFLLSVVRK
NEDPISTEEALKILQQMELSDSDLKLFFSDNARILNPLIRLLESGNSENRGKAITLLYSAFCVADPAHLIGSKPEVFTQT
VKILRDRISEPATKAALKLLLELSPWGKNRIKAVKYGAVSALVELLLHQTGDECRRVCELTLVVLEQLCGCAEGRAELVS
HGAGLAVVSKKILRVSHVASDRAVRVIGSVSKYSANNTRVLREMLKVGVVSKLCLVVQAESTQKKTKERAEEILRLHSRV
WRCSSCIPPHLLSSYPSS*                                                             
>Mgut_mgv1a027038m                                                              
MASAAIFSSLRRRRSPSLEAFVAPVDLSYAAVLEASRAISNELASSFSGTNKTAPFFQGKNSRSLIRKIQVVSVLLDGFR
DVGFSQFAPSLFLCLKELYLLLYRTKILIDYIKGSSKLWLLLQSQSISGHFHDMNQEISTLLDVFPLLNLSEDVKEQVEL
LQKQSRNSKFYIDGNEDSLRLKLYYFLNEFENGRIPERNELYAFFVEKLGICNVKSCRVEIEFLEEQIVNHDGDIEPTAS
VLNGFVALIRYTRFLLFSFEDEEGELGKWKRKPTKKGLITKEIADTFVTIPKDFCCPISLDLMHDPVIISTGQTYDRTSI
TRWMEDGHSNCPKTGQMLVHTKLVPNRALRNLILQWCTANSIPYDPPENPHHSSESAVSSLLSKAAIEATKATSALLVEQ
LANGTPRAKTVAAREIRWLAKSGKQNRACIAEAGAIPLLKNLLSSPHTFAQENSVTAMLNLSIYDKNKIRIMDVEGCLGA
IVGVLRNGHTTEGKENAAATLFSLSAVHDYKRRIAQENGAIEALAALLREGTPRGKKDAVTALFNLSTHDENCARMIDSG
AIQALIGALGCEVVFEEAAGALALIARQSIGAEAVGKEEMAVAGLTEVMRCGTPRAKENAVVALLELCRSGGAAATEKVV
KAPALANLLHGLLFTGTKRARRKAASLARVVQRCEHASFHFGGLDVGPRDMNFPISVPVL*                   
>Mgut_mgv1a002554m                                                              
MEDEKAALSRKLIDIVGDISAISDYRSPVKKQYTNLARRLKLLTPMFEEIRDGKDPLPEDSIHALASLVTALESAKELLH
FGSEGSKIYLVLEREHIMTRFQEVTAELEQALSGISFEKLDISDEVKEQVELVLAQFRRAKGRMDGPDDELYDDLLCLYN
KNNDALEDPDVLIRLVEKLHLGGIADLTQESLALHEMVGATGGDPEESIEKMSMLLKKVKDFVQTSNPNIDAEKSTPTSS
GEKTPIDGNQNLVIPDDFRCPISLELMNDPVIVSTGQGTYERLCIEKWLAAGHSTCPKTQQALTSTALTPNYVLRSLIAQ
WCESNGIEPPKRPTTSRPTTKTGGSACSAAERTKISSLLSKLTSNSPEDRRSAAGEIRLLAKRNADNRVAIAEAGAIPLL
VHLLSTPDSRTQEHAVTALLNLSICEDNKGTIVSSGAVPGVVHVLRKGSMEARENAAATLFSLSVVDENKVTIGSSGAIP
PLVTLLSEGTQRGKKDAATALFNLCIYQGNKGKAVRAGVIPTLMQLLTEPQGSMVDEALAILAILASHPEGKAAIGTAEA
VLVLVDVIGSGSPRNKENAAAVLVHLCSGDQQHLVQAQELGVMGPLLDLAQHGTERGKRKAAQLLERMNRFVETQKQARA
LAESQAIAHPPSSANDDDS*                                                            
>Mgut_mgv1a000874m                                                              
MEEPEINISGGAAAAAAAKTPSPKDFVCPITTHIFDDPVTLETGQTYERRAIQEWLDRGNATCPITRQKLHSIHLPKTNY
VLKRLIASWLDRNPGCSPPTPIGQSKRAVSPNSVISQAAVDGAVTELKLAITDLCTSEILKEAEIAVLKIERLWKESNVG
PEIMQALLSKPPVVNGFVEMLFNSVDKLVLRATVLVLTELASRDDSVVQTLTRVDSDVECVVELFKKGLTEAVVLVHLLK
PSAKILLEMELVDYLLATVTKTEDNGVAKMCVGPKTASLVLLGNILRGCDEEARVSEIVRSVVSSGAIEGVVVSLKGGDV
TERVAAVGVLLRCILEDGKCRNVIAEKSELGFLLEMFVGVNDVQKFEIVRFLFELVKLNRRSLNDQILHVLRDEGTFSTM
HTLLVYQQNSVFERSPIVAGLLLQLDLLEEPRKMSIYREEAIDTLISCLRNTESPSAQITAAETILSLQGRFSYSGKSLS
RAILLKRAGLDKNYKAFMRKDQRRRSISLESQDNMEDERNAEEWERKVAFVLVSHEFGLVFEALAEGLKSKYEELQSLCF
MTATWLVYMLSILPDTGIRGAARVCLLKHFISIFKSDKDTENRALAMLALNSFTQGFQDLGGHMKDIMKGLRELKKSSTM
AFEMLKVFSAEHDNSADIWNHQELSQEDCSSNGEVLTVTCFKGKIFSGHSDGTIKVWKSENSELNLIQEIHEHTKHVTSL
AVVHSSEKLYSGSLDKTVRVWAITEEGIYCEQVQETKDQINTLVVANSIACYIPQGAGVKVHSWNGSSKVLNQHKYAKCL
ALVQGKLYCGCNDNSIQEIDLATGTLGNIQSGSKKLIGKVYPIYALQVYDGLIYGAGPSFDGSNVKIWSTSNYSIVGSLA
STLDIRTMSVSSELIYLGCKSGVIEIWCKKKLSRVETLQIIPTSRILCMAIDTNEDFLVVGTSDGRIQTWGFS*      
>Mgut_mgv1a001539m                                                              
MSKADDLKNNGCVVALAITCSKKSKSVIKWASENLIQDEGFGQVSFKLLHVFPEITTVPTPMGNGIPIAQVRDDVAAAYR
KEIEWQTNEKLLPYQNYCIRRKIQAEVVTIESDDVVNAIADEIAKSNIKKLVIGASSAGGVFSRAQTLSPRISETCPGFC
TVYVIAKGKLASIRPSDPDANSIKRDEPIDNTDRFSNFSSSYTTSSQPDWTMQISSPVMYPQFVPPSPTRQFQPVSPMNN
SPINSRTSFSENKSLSYYIGEHEDDGNSSSSFSDITDQKSKESSFTSMITDGHSWTTDQSSSLNASTDFSSGSQTNINFE
LEQLRMELRHAQGMYAMAQNEALDASRKLNGLQHQRLEETMKLNEMNLKEEEAKELAAQEKIRYEAAKKEAEYAKECADK
EAALKAAAEKKATRDAKTKEKLENTLASPVHHYQEFTWEEIYSATSSLSNDLRIGMGSYGTVYKCILRHTNAAVKILHSM
ATSRNKQFEQELEILSTIRHPNLLTLLGACPTRGCLVYEYMENGSLEERLFRRNNSPPIPWYERYRIAREVASALIFLHN
SKPKPIIHRDLKPANILLDHNFVSKIGDVGLSTMLNSDTTSAATMYKDTSPVGTLCYIDPEYQRTGLVSPKSDVYAYGMV
VLQLLTAKPAIALARTVEMALDDDDVARILDKEAGSWPIEETKELAELALRCTELRHRDRPDLRTHILPTLEKLRMVSMK
AHDLAVLGPTGPPNHFICPLLKDVMNDPCVAADGYTYDRKAIEEWLRENNTSPVTNLPLLSKSLIPNHSLLTAIMQQKSA
*                                                                               
>Mgut_mgv1a005912m                                                              
MAKSGVLEGDSTMAAAAAKASELKKELQKLVAEIVDLDDINLDEIDRAQYVLCNLKELKLKKSVSLKVRSSNHNSGHEIV
SGAVPEEFKCPLSKELMRDPVIIASGQTFDKPFIRKWLQAGNKTCPRTQQVLSHTILTPNHLIRTMIAQWCKNHGVKLPD
SVNRTDEEGLTKADKDHFVSLLKKMSSTLPHQKESAKELRLLTKRLPSFRALFGEESLDAIPKLLSPLSQAKLESDLQED
LITTLLNISIHENNKKLVLETPNVLPLLMEALRSGTIETKSNAAAALFTLSALDSNKAIIGRFGALKPLIDLLDEGHPLV
MKDVASAIFNLCILHENKARVVSDGGVRVIMKKILNRTHVDELLSIVAMLSSSQRAIEEMVELGAVPCLLSIIRESSCAR



NKENCIAILHAICFSDRSKWKEMKEEESKYCTISQLVENGSSRAKRKASGVLERMNRANYLTHTA*              
>Mgut_mgv1a007216m                                                              
MDEIEIPHYFLCPISLQIMKDPVTAVTGITYDRESIERWLKTPAAAAAAAVCPVTKQPLPRAASDLTPNHMLRRLIQAWC
VVNADSGVDRIPTPKSPVRRSLILKLVRDVSRINSVSLNGVALKKLEEIADEGEKNQKLMAEAGVAKAMVSFIVRCFKDV
RNVGIDTALRILHLTWGPTSSEAKKIMVGENLDFVESLIWVLTIDAENTGLNTQALSVLKNVIEVANYSLIEGLNTEFFE
KMVEFLRMNISPAATRAAIQILTETCKLGRSKTKIVEAGAVFELVEMELRNPPEKRTTELVFCLLAHLCSFADGRQQLLR
HAGGVAVVAKRLLRVSAATDDLALCVLESIARYSGTAAVVTEMMRVGGVSKMCMVLQTDCAGYLKKKASGILRLHSNAWS
NSPCLQVYLLTRCPR*                                                                
>Mgut_mgv1a025209m                                                              
MVSSGFLPAATLLESLIHTSNEITKTEKASFVQTKNISKMTRRIRLLSSLFEEIQETDTPLPSSSVLCLTELASVLQRSK
ILMESCREGSLLWNLMQTECIANQFYAAAKEMARALDILPLSLLNLTADTKEQIELLHRQAKSVQLFIDQMEIQRRDEIV
QLMAVTVNNERNRKNKGSVDFRRIRDMLSSLGLRSPMEFEEEISKLWGEAEKQAGTGGLIVVSNINNLISFVSLSKMAIF
SEDENSKTHEDLKKRKLPTNTVHDHSFSHIPDDFRCPISLDLMNDPVIVASGHTYDRNSIAHWINTGHHTCPKSGQRLIH
MALIPNYALRSVIQQWGQENNVPIVGSTSSNLEKTNTSKKRYVDHISATKAVADAVKLTAEFLVGKLATGSPDIQRQAAY
ELRLLAKTGMDNRRIIAEVGAIPFLLTLLGSHDSRIQENAVTALLNLSIYENNKILIMAAGALDNVVDVLLSGLTMEAKE
NAAAAIFSLSLIDDHKIIIGAHPRAITALVGLLGEGTRAGKRDAATALFNLAVFNVNRGKVITAGAIPLLIGLLTDDKAG
ITDDALAMLALLLGCSQGLEEIRKSRVLVSLLIDLLRFGSSKGKENSITLLLGLCKDGGEEVARKLLMNPRSIPSLQSLV
TDGSLKARRKADALLRILNRCCS*                                                        
>Mgut_mgv1a011587m                                                              
MSPTTAAKQAELLRQDGNLYFKKDRFAAAIDAYTEAIVLCPNVPVYWTNRALCHRKRNEWTRVEEDCRRAIELDHRSVKA
HYMLGLALLQKREFAEGVKELEKALDLGRGANPKGYMVEEIWQELARAKYLLWDNESTRRSWELQNLKEACEAALKEKYF
LDAPQTEGYVDENTESNLDQLEALERVFSKAAEDDNPTEVPDFLCCKITLDIFRDPVITPSGVTYERAVILDHLDKVGKF
DPITREPLYPTQLVSNLALKEAVKTYLDAHGWAYKMD*                                          
>Mgut_mgv1a000649m                                                              
MATQKPTRTPAEIEDIILRKIFLVSLIDSMENDPRVVYLEMSAAEIMSEGKELKLSRDLMERIVIDRLSGGFVAAEPPFQ
YLVNCYRRACEEGKKISSMKDKTVRSEIEIVVRQAKKLAVSYCRIHLGNPDMFPNHDTNKSSNVSPLLPLVFAEVGGSLD
GIGGSSSGASSAPGFLEEFFRDADYDSIEPVMKQLYEDLRGSVLKVSALGNFQQPLRALLMLLNFPVGAKALVSHPWWIP
KSLYLNGRVIEMTSILGPFFHVSALPDHAIFKTEPDIGQQCFSDSSTRRPSDLNSAFTTIKTVMNNLYDGLAEVLKCLLK
NTNTRENVLEYLAEVINRNSSRGHLQVDPLSCASSGMFVNLSAVLLRLCEPFLDANLIKRDKIDPNYVFYGNRLEMRGLT
ALHASSDEVSEWFDSNTAKADNGQNRLLESQEATSSSSNASKPSLLQNSNPVPRSSEKVKYTFISECFFMTARVLNLGLL
KAFSDFKHLVQDISRSEETLSSFQAMQRQAPSPQLQQDITRLEKEIELYSQEKLCYEAQILRDGGILQRALSYYRLMVVW
LVSLVGGFKMPLPPTCPKEFASMPEHFVEDTMELLIFASRIPRALDGVVLDDFMNFIIMFMASPEYIRNPYLRAKMVEVL
NCWMPPRSGSKTTGTLFDGHQLSLEYLVKNLLKLYVDIEFTGSHTQFYDKFNIRHNIAELLEYLWQVPSHRNIWKKIAKE
EEKGVYLNFLNFLINDSIFLLDESLNKILELKEIEAEMSNTVEWERRPAQERQERTRVFHSQENIIRIDMKLAMEDVSML
AFTSEQITVPFLLPEMVERVASMLNYFLLQLVGPQRKSLTLKDPEKYEFRPKVLLKQIVTIYVNLAKGDKDNIFPAAITR
DGRSYNEQLFGSAADVLRRIGEDGRMIQEFVLLGEKTKIAASDAMDAEAVLGDIPDEFLDPIQYTLMRDPVILPSSKVVL
DRPVIQRHLLSDSTDPFNRSHLTADMLIPDVELKAKIEEFIKSQELKKRGESLGAQTAKATIQTTDTTTLID*       
>Mgut_mgv1a019070m                                                              
MPGSLEPLDIGVHIPYHFRCPISLELMCDPVTVCTGQTYDRSSIESWVGTGNTTCPVTRVPLSDFTLIPNHTLRRLIQEW
CVANRSFGVERIPTPKQPAEPNLVRTLLSQASSGSAPFSLRVSALRRLRGLARDSDKNRSVIAALNAREILLSVVFADVV
SQPSELNLESIAILSMFTLSEPECLYVASDPDRVCYLVNLLFHSSIDVRVNSAAVIENVVAGIRSPEFRTQISCSDGVFE
GIVGILSYPVAYNRALKVGIKALFALCLVKQHRHKAVAAGAVEALIDRLAEFEKCDAERALATVELLCRFPSGCAAFASH
ALTVPLL                                                                         
>Mgut_mgv1a017770m                                                              
MVLDDFSVTVPSYFRCPISLDLMKSPVSLCTGVTYDRSSIQRWLDGGNNTCPATMQVLQTRDLIPNHTLQRLIKIWSDSA
LTRSSDSPPPPRDSLTCTQAAELTRHLETDLQNVQKHSPFRSSVITRNLGRLISFAAESEENGRFAAAAAGGRILPLLVS
LIGRVRELSFLEKIVVMCNVLLKNRTKIDSEGLKSRIEIGNCDLKASIINGLKQGRLDLRIALVKFLELMEINYSSSSSS
SISEDEEIYSELLRLISTSDWNPDAIDASLSFLTRLALIRRNRAKIVAAGGVKVLAAALAEAEMSARTTEKVLKLLEMAS
GCKEGRSEICASEVCVRAIVKKLMKVSTAATEHAVTVLWSLCCLFGDKRAAAAVVDGNGVAKVLLLLQSNCSPAVRQMCA
DLLRVFRCSGSKNSCVSCYDSKTSHIMPF*                                                  
>Mgut_mgv1a001658m                                                              
MDTSEIEENLLAIGEPKLHGEMCKSLCSVYVKVLAIFPDLEAARPRSTSGIQALCALHIALEKTKNILQHCAECSKLYLA
ITGDSVVLKFERARSALEDSLKRVEDIVPQAIRIQIDGVLAELVTIEFSLDPEEKQIGDDIIELLQQGRNFNNTSNDNNE
LESFHQAACKLGITSIRAALRERRSLKKLIDRARAEEDKRKESIVAYLLHLIRKYSKLFRSEFSDDNDSQGSTPCSPTVN
GSSLEDGIMLGRNGCAFDRQLTKLSSFNFKPNFRRSDQMSVPPEELRCPISLQLMYDPVIIASGQTYERVCIEKWFGDGH
NTCPKTQQQLPHLSLTPNYCVKGLVASWCEHNGIPVPDGPPESLDLNYWRLVLSESDSANSKSLESIGSCKFKGVKVVPL
NDSVTIEEAEGNEEEDVSVSAHEDDCEVHAFENYEDLLRILVEEDDLMKKCKAAEQIRHLLKDDEEARIYMGANGFTEAL
LRFLESAVSARNVMAQEIGAMALFNLAVNNNRNKELMLASGVLPILQEMIANSDSIAASTALYLNLSCLEEAKPIIGTTE
AVPFLIWVLKNETDEQCKLDALHTLYNISNQPTNIPHLLSAGIIDGLQALITQPNEQAWTEKCIAVLIYLASSKTARDEI
ITTPGLVGALASVLDLGEPIEQEQAAACLLILCNASEKCSQMVLQEGVIPSLVSISVNGTVRGKQKAQKLLMLFREQRQR
DPSPSPSPAARPRFESGDVAVLIGDQDSKPLSKSVSRRKVGKAWSFWRKNKSFSVYQC*                     
>Mgut_mgv1a019559m                                                              



MGSGKQRWRISFHRSSSSPPSNLLLLKKQLPSAPVEFLCPISGSIMADPVIVSSGHTFERNSVHACVSLSYNPTLHDGAA
ADFSTVIPNLALKSTILNWCRHHNLDPPKPIDFYSAEKIVRQIAPELPAINRSELTRTPSEVSVTSSEDSVTPRHGSNTP
LPLTTRPSCYSSSSSSCEIEIPSSILSEEEEELFVKLKSSQIHEIEEALISLRKLTRTREETRVRLCTPRLLSAMKSLIT
SRYSTLQVNAAAALVNLSLEKHNKVKIVRSGIVPPLIDVLRGGFSESQDHAAGALFSLSLDDQNKTAIGVLGALPPLLHA
LRSDSERTRHDSALALYHLSLVQSNRVKMIKLGAVQTLLGMVKSGHMLSRVMLIMCNLAASVEGRAAMLDAGAVECFLRL
LSQGEFDSAATRESCVAAIYGLSCGGLRFKGLAKEAGAEEVLNNLEKTGSEHLKEKVKMVLEVLREKHEEEEEINWEELL
SLDDDDDGSSRSRTRVS*                                                              
>Mgut_mgv1a002394m                                                              
MAVSQEVFPVRKRRPSLGAFISPDFSDRNLLRALFLLSHEISTLQPMRVLLRKSSASIIRKSKLISILFEELVQNHENVL
PPSAALCFEELYILLQRIKVLLEDCSSYSKMWLLMQIPSTSSSFYQLTVELSTLLDIFPARELNLNEDVEELLNLIRKQC
SEKVAGGCVESNDENLRTEVLKMLENIKREIVPDHSKLSDIFERLNLNDSAGCTAEIENLEDEIQNQNDDKSKADAVALI
GLVRYAKCVLYGASTPRITTRRQKSTAEVNCPADFRCPISLDLMRDPVVVSTGQTYDRSSINLWVESGHATCPKTGQTLS
HTHFIPNLALKNMIAMWCRDQKIPFESMEVNVKPNAVALNKTALEAIKMTVSFLVNKLTAQQTSEVIDRLVHELRVLAKT
DSDSRTCIAEAGALPLLAKFLGSEHPSLQINAVTTILNLSILEANKTRIMETDGVLNGVIEVLKSGATWEAKGNAAATIF
SLTGVHAHRKRLGRKTRVVRALLDLARAGPTGSKRDALMAILNLAGDREAIGKLIEGGVVDMIGEVMDSLVEEAVAVLEV
VVKRGGLAAIAAAYHGNVVKKLTGVLREGSDRAKESAAATLVNMCRKGGSEMVGELAATSGIERVVWEIMGTGTGRGKRK
AATLLRILRRWAAGLSGPQFTLQQHSTTLNMTSARIVLPA*                                       
>Mgut_mgv1a003046m                                                              
MAVSQEVFPVRKRRPSLGAFISPDFSDRNLLRALFLLSHEISTLQPMRVLLRKSSASIIRKSKLISILFEELVQNHENVL
PPSAALCFEELYILLQRIKVLLEDCSSYSKMWLLMQIPSTSSSFYQLTVELSTLLDIFPARELNLNEDVEELLNLIRKQC
SEKVAGGCVESNDENLRTEVLKMLENIKREIVPDHSKLSDIFERLNLNDSAGCTAEIENLEDEIQNQNDDKSKADAVALI
GLVRYAKCVLYGASTPRITTRRQKSTAEVNCPADFRCPISLDLMRDPVVVSTGQTYDRSSINLWVESGHATCPKTGQTLS
HTHFIPNLALKNMIAMWCRDQKIPFESMEVNVKPNAVALNKTALEAIKMTVSFLVNKLTAQQTSEVIDRLVHELRVLAKT
DSDSRTCIAEAGALPLLAKFLGSEHPSLQINAVTTILNLSILEANKTRIMETDGVLNGVIEAIGKLIEGGVVDMIGEVMD
SLVEEAVAVLEVVVKRGGLAAIAAAYHGNVVKKLTGVLREGSDRAKESAAATLVNMCRKGGSEMVGELAATSGIERVVWE
IMGTGTGRGKRKAATLLRILRRWAAGLSGPQFTLQQHSTTLNMTSARIVLPA*                           
>Mgut_mgv1a005968m                                                              
MCPLSSRLMYDPVVISSGQTYERMWIQKWFDEGNDICPKTKRKLTDLSFTSNTGIKDLITKWCTAHNLSVPDPQYQESLV
RNSWETPTNSIVSMTSSMNDLYLPSDYSNVSFGLGPDSDLSYTKMRNDVKKSREIDPAIFSEFSTLPWDSQCDAVGDLKR
VFELDDGSLSVIPFGKFVNLILRFLKDARDRIDVEAQMTGFVLLCEFVEKHGNNIPCIKEDDYALLASFLDTQFSKQALN
ILGALSSNKSCRQKIAQSGALTAILNILDGKIQDLLEPALKILTNLSSSNEAIATPSDFIPKLVPLLEDDALARYAIAIF
KNVSGNEDARISIAESKNCIDLIAKLLEKDDLEDQECAVSVLLSLCLNCGPYCKLVMEEGVIPGLVTVSINGNQKAKAMA
MELLRILKDEFNNTTAEEIPAAEVGVVLLAEKQCKDEKAPTKRPGLFGKLFSKPRAFGGKKKR*                
>Mgut_mgv1a026315m                                                              
MTFSWRRRIGGRGGAGKDETSKGIINQDSMELTIPVHFKCPISLDLMKDPVTLSTGITYDRESIEKWIEGGSVIKTCPVT
NQVLRNLDQIPNHSIRKMIQDWCVENKSCGVERIPTPRIPIAPYEVSSICTRIEAATRCGDSRKIQEILIKIKNLAKESE
RNKRCIVGNGIGSALADSFEWFARFSGDENANDLLKEILSALTWTLFPHHGQELGFSKLKSEVSLRCMVWFLKSDNDLSS
RQNAICVLKELVLSDQDCVDALTRIEGIEETLLQIVKNPICPRATKATLVVIHHLMTSSSTNYNSTTTSSKFVQMGLLPM
VLEILVDGDKSACEKALGVIDNICSTKEGRESAYENALTIPLLVKKILRVSDSATDFAITSLWKLCLGENENALVEAVQL
GAFQKLLVVLQIGGGERTKEKVTDLLKLMNLYRDKLDCFDSSMGFKYVKRSI*                           
>Mgut_mgv11b020149m                                                             
MGGNGKLRRWRISFHRSSSASKEPPPEFLCPISNSLMFDPAVVSSGQTFERVCLNVCRDLRFTPTLADGSTPDFSNVIPN
IALKAAILNWCSKSGSDPPNPPLYSDIESAVRSLRGFSENRETSNSERDLLKSVAENPQILFSHSATELNQRNSYNSSSS
SEESVIANTMTMTPLLPFATRPSCFSYSSSPSTSSEFINSDEASSNNASSSSSGEDEIFVAKMKSLDIYEQEQAVILLRK
TTRANEEVRTVLCSEKLLFALKQLLGSRYDAVQTNAAAALVNLSLEKGNKVKIVRAGVVPALIDVLKNGFEESREHAAGA
IFSLALEDENKTAIGVLGALPPLLHELRSGTRRSRRDASLALYHLTLVGSNRAKMVKLGAAGALLGMLKDPEVAARVVLV
VCNLAACDEGRAALLDANAVQCLVEALRDGAELDSESTRENCVAALHSLSHGSLRFKGLARDAGAAGVLREVAESGGDRA
REKARRILEGLRGPEEGEEGDEVDWEAVMKGGVTRGRYRVGMSHAPNSTEF*                            
>Mgut_mgv1a005889m                                                              
MYNRTCEGLVHAQSKVQLLNSECVQEAQRVNAAQRREQSLRKAAALEKQKYLEAEKEVEMAKQLLAKETYERQMAELKAQ
KESLEKKRIVEALLSSDRRYKRYTMQDIQKATGFLAESNMIGEGAYGKVYKCSLDHTSVAVKILRPDAADRKEEFLKEVE
VLSQLRHPHIVLLLGACPENGCLVYEYMENGNLEEHILRRKGRPPLPWPVRFRIAFEVACGLAFLHQSKPESIVHRDLKP
GNILLDKNFVSKIGDVGLAKIISDVVPDSVTQYRDSVIAGTLFYMDPEYQRTGTLRPKSDLYSFGVIALQLLASRHPNGL
ITKFENAVSSGTLSEILDKSIIDWPLAQAEELAHIALKCCKLRCRDRPDLETEVLPILKRLAEFADSVSSTGRDHVPKHF
YCPILQEIMDNPHIAGDGFTYEHGAIKAWLDRHDVSPVTREKLQNKTLTPNYMLHSAIQEWRKLKG*             
>Mgut_mgv1a005997m                                                              
MAKSGVIEGDPAAAAVKAAELKKELLKLVKAIVDEEDVNLDAVERAYQMLVALKEMKLKKTVSLKLRTDRELASAGTVPE
EFKCPLSMELMRDPVIIDSGQTYDRPFIQKWLKSGNRTCPKTQQVLTHTTLAPNHLIREMITKWCNKHGIKLPDPINYTY
EEGFAESDREHFLSLLNRMSSALSEQKEAAKELRRLTRKTASVRALFAETPNAIPQLLAPLSNGTIGAHPDLHEDIITSV
LNIAIHDDNNKKLVAETPAAIPLLIDAVKNGSIETRSNAAATIFTLSALDSNKALLGKSGALKPLIELLREGHPAAMNDA
ASAIFNLCILHENKVRAVRDGAVVVILEKIKNRARVDILLPPLALLSTNQKCVEEMGDLEAVPCLFEIIRETTCDRNKEN
CIAMLHAICFSDRSKWKAMREEESMHRTISQVAHNGTSRAQRKARGILERLNKSVNVTHTA*                  



>Mgut_mgv1a026292m                                                              
MGEKFNSKVEGLYELPPPPYTVVGLAVSGSEKSKTIIKWALEKFVPEGVVHFKLLHVRPVVSRIPTPMGNYIQISQVRDD
VAAAFRKEIQSQVSEKLLHFKKMFDQKRVHVEIVQIENNDVVTAISANIQKHRIDRLVIGASSRSIFSRTRTLSSKISES
CPSFCTVYVVSKGKLSSLRPSDSEGNISFRDDSSETTCSSSDNNFSSQTSSSRTDCTTDQDSFAHFRTASMPLQRFQALS
NINQTLHKKMPSTVIAPHSRNLTLDNVADNFPSGSDVNYYTTAKNNFHSFTSSSADDNNPSSDQASTSDNTPTKNQADVN
FELEKMRVELRHIRGMYAMAQGEAIDTSRKLSELQKRRLEEETNLRQIRFKEEEAKELADKEKTRYEDAKKEAEFVNECA
EREAEERRDAEIWAARETKEKEDLENALNGSSSHYRKFTWEEIVDATSSFSDDRKIGMGAYGTVYRSTFHHTTAAVKILH
SKDAGRNKQFQQEVDILSKIRHPHLLILIGACIDHSCLVYEFMENGSLEDRLFRKTNKKNTPPLLWFDRFRIAWEVASAL
SFLHNAEPKGIVHRDLKPANILLGINNVSKIGDVGLSTVVNKDSISVSGLVGTLSYIDPEYQRTGVVAPESDVYAFGMVV
LQLITGKPAIALTHKVETAVANDRLTELLDKNGGDWPIEETKSLALIALKCTELRRTDRPEMKGEVLPVLERLKDFAEKT
RNVALVSAPKQFICPISNVVMSDPCVAGDGYTYDRGAIEEWIKAKDTSPVTDLQLPHKYLIPNYTLLSAIMEWNS*    
>Mgut_mgv1a025035m                                                              
MDEIEIPQYFVCPISLQIMKDPVTTATGITYDRDTIQQWISSSSATAAVVYCPVTKQALTPGSELTPNHMLRRLIQAWCV
ANANNGVDRIPTPKSPLHRASVIKLLRDVNRNVLTSLKKLDELAGESVKNRECMAEAGVAKAMILFVLRCFRSRGDYNNN
ININYVGVEEAFRILQLTWRNSDENKNLVEDNLDFVESVLWVLRNADVGNSAKTHALMVLKNVMEIASSNLLANLELDFF
EEIVKVLRRNCLQVDVIKAALHVLIQTCTSGRNRTRIVEAGGVFAAVEVEIGGGGGTAEEKRISELVFCLLAELCSCADG
RQEFLRHAGGIAVAAKRLLRVSPAVDDRAMYVFESIARFSATREVVAEMLRVGAVSKMCMVLQADCAGYLKKKARQILRL
HSNAWTNSPCIQVYLLSMNPR*                                                          
>Mgut_mgv1a002804m                                                              
MVTNHEEEAYEEEEEDQTTTEGLNPPSNPSSPRARTDDNYNLVESIVAVIQSVKAIGEYRKTQRKECKNLVRRLKLFLPF
LDEIRDFETTSFPNSAVVCLKKLKKAVESAKKLLKLCHRGSKIYLALESEAMMVRFHGVYDHISQAVEGMPYEELRISEE
EKEQVELLCVQLRRAKRRTDTQDMELTMDLMVALSTNNDRNADIASVERLANKLSLHTCEDLKQETLAIRKLVKERRGLS
PESTQQIVNLLNKFKGLAGLEENGICDEPDEPKSLTKSISISVPNEFLCPITLEIMTDPVIVATGQTYERESIQQWLDSN
HQTCPKTGQTLEHLSLAPNFALKNLILQWCEKNNFHLPKKEVLTNEETHSTKNEAKILTLVQNLSSSKLDEQRKAVEKIR
FLSKESPENRTLIANAGGIQLLVQLLSYPDSKIQEHSVTALLISRSTIGSIGAKENSAAALFSLSMLNENKVKIGTLDGI
PPLVELLKTGTMRGKKDAITALFNLCLNPANKTRAIEAGIVGPLLKVLVDEKLEMVNETLSILLILASCAEGRKELGQLQ
FIETLVSLIREGTPKNKECATAVLLELGSNNRNLILAALQYGVYEHLVEVSKNGTERGQRKAESMIRLMSQAQQIP*   
>Mgut_mgv1a006344m                                                              
MPMYQPSKRDGLLGFEGFGDGLILDLNTEAKHGVAAAAIYGGGGIGEKLDLKKMIEELNLPEVPLVFVCPISLEPMQEPV
TLCTGQTYEKSNILKWFSLGHYTCPTTMQELWDDTIMPNSTLHHLIYTWFSQKYVQMKKRSEDAQGRTSDLLGTLKKVKG
QARIQTLKELKQVVANHSTARKTVVDEGGVALLSSLLGPFTSYSVGCEVIAILVNLTLNSESRSNLMQPAKISSVVDTLN
EGSLETKVNCVRLIERLMEEKDFRAEIISSHSLLVALMRLVKDKKHPNGHLPGLSLLKLISMHNQVRSLIVSIGAIPQLV
ELIPLLNQECLELALFILDALSCVPEGRQALRDCSKTIPSMVKILMRISESCTEYALSILLSVCKLSPEECSSVAVDAGL
AAKLLLVIQSGCNPALKQRAAELLKLCSLNYSDTIFISKCRLTRTIQ*                                
>Mgut_mgv1a002670m                                                              
MDGENGNGNGNGIEMVNEMVDMIEKAGSYVGFRNTHKKECINLVRRLKLLMPLLEEIKDMMIIIITTHHQPDDNDAELAC
WLLHLKKSLSSSTKLLKTCYSASKIFLALESEAVMSRFHSVYDKINQSLNDMPRHKLPISEEVQEQVELMHMQLTRAQRR
TESQDMELAMDMMIVFSTNHDTNADDAIIERLAKKLDLHTLADLRSESMAVAKLAKSKAKSGAHNQETVQQVVHLLAKFK
QIAGIDENSVLDGPASVKKCLEKSKSLLIPHEFLCPISLEIMADPVIIATGQTYERESIQKWLNSGHRTCPKTGQKLTYM
AVAPNFALRNLILQWCEKNNYNLPKKETCDEPDIASSPLAEEVSSLIQDLYSSHVNVQRDAIVRIRMLSKESPDSRIMIA
NSGGIPPLVYLLSCTDSEIQQHIVTALLNLSLDEANKRIIAREGAIPVIIQVLRNGTEEAKENSAAALFSLSVLEENKVL
VGCSNGIPPLIDLLRNGTNRGKKDAVTALFSLVLNQANRSRAIKTGIIPPLLHLLEDKTLDMVDEALSILLLIASHPEGR
NEIGGLSFIQTLVEIVRDGTPKNKECATAVILELGSNNSSSLLAALQYGVYDHLMEITRCGTTRARRKANSLLHLMSKNE
HIPLIHRK*                                                                       
>Mgut_mgv1a020011m                                                              
MAEIEIPPYFLCPITLDIMKDPVTVSTGITYDRESIEKWIFSDKNSICPVTKQVLIDPDLTPNITLRRFIQSWCTLNATH
GVERLPTPKAPVTRSQLLKLLSDAKSSQQMQTKSLQTLRSVANQNQTNRRCMETAGVAEFLAALIVKNTHEASRSEVSEE
YLSDLNKSSDEALAIIYSLRLTESGLKKALNNGDFVESLTFVMQNGSYESRAYAVMLLKSMVEVAEPSLLISLKPEFFSE
VSQILSDQISQKSTKATLKVLIGTCAWGRNRIKAVEAGAVAVLVDLLLDSPEKRTCEMVLAVLDYLCQCAEGRAELMRHG
AGLAVVSKKILRVSQVASERGVRILNSISRFSATHGVLMEMLQTGVVAKLCLVVQVDCGSKTKERAREMLKLHSRAWKNS
SCIPSNLMSAYPS*                                                                  
>Mgut_mgv1a025987m                                                              
MTRAETGGGKVHVAVGKSVEKTVALLTWTFSMFPGQEICLLHVHRPCHLIPTLLGKLPASGANPKMVAAFRNEEREDTMK
LLSTYFITCTKSKVKASVITIEADDVQRGILNLVNRHGVRKLVVGAIPDFMKGKKSSCKACLVAKIAPSYCEMWFVNNGK
LIWTRQASDVLNVHPLSCQLAAGSSNSCRNQVKALETAHARELKLRIEAENALWNTINEQEKIIKEREGITDKLQKTRES
NSLLERRTQEANRRCEEVSRELKLIQSSIAELRKEKQKLKGEKMEATRLLDCGPVGDIYEFREFSLSDIEGATCNFSESF
KIGKGGCGIVYKGEMFDKTVAIKKLHSYDVQRQMEFHKVVQVLGKLRHPNLVELIGVCQESLLLIYDYMPCGSLHNHLSS
RNDVNALSWKTRTRIVANIASGLLFLHSFGPKKIVHGNLKPENILLDSQNRCRISDYVDHMLIDTSQTLRCPSFRHLSGG
ACLYADPESSRTGEVNQKSDIYSFGVIILQLVTGRSDGGLVGYVRRVFSSSDVADILDSSAGDWSVYVGRRLVELGLQCC
ESNGRDRPEITPSLVKELQCMPFLEEQTVPSFFLCPILREIMHDPQVAADGFTYEGEAMRGWLGNGHVNSPMTNLTLSHF
DLTPNHSLRLAIKDWLANLEIDSFDFSM*                                                   
>Mgut_mgv1a017690m                                                              



MGSDGETSDFSSPTYVAVGSNVKEGKSLLTWAVENFQGRDICLVHVHQPANFVSLLSGKLSTSKLKTQVIKGCQELERSK
MQKLMNQYLLFVSQMGKQADKVCIEMKNIEKGILQLIIQHGIRRLVMGAAVGTFNGKKLSETNSSKAMVVYQQAPLSCHI
WFISKGCLIYERPVRFDSHSTTAVALLPSTNSGGTTLTHDPKESMDVYTENIQHFEHPTSSTDKVVREMNPIVRSMSQTS
GDDSPLDLNMEYLEHLSYSSSNTSPAETEVSLSKDEINRCEEVDELLLIQRQEIEAIKDQIAQLLKDLQLIQDQKPALES
QLRESNCSEKELEDKILQAVNLLVTFKGTRDKLQIEYDSAVRKVNRYRALQSDDHSGISDTQNFAISFFDISEATQNFAP
SQKIGEGRHGSVFKGMLWHNKVAIKMLPSSGSQSDSEFKNEMEVLCRVRHPNLVTLIGACPESRSLVYEYIGNGSLEDYL
SSPSKTCSLSWQTRIRIAIDICSALLFLHANYTCSVHGNLKPSNVLLDANFVTKISDFGIFNLISDNENPFRSNTLCNKN
DPETLAYMDPESFEYGEITAESDVYSFGVLMLRLLTAKPATDLVREVKCALERGNLETILDKSAGDWPLGPAKQFADVAL
MCCRKNSLDRPDLESEVWTVLEPMAELCSSSSSVDSTTQHNVPSYFLCPIFQEIMKDPHVAADGFTYEEDAIKGWFNSGH
KTSPMTNLKLENCDLLPNYALYYAIQEWHQNA*                                               
>Mgut_mgv1a002663m                                                              
MAAGETTAAEDGATAAPLRLIRDVARISTAGFSGVFKKDCADLARRVSLLAHLLEEIRDSKKIQENGEVVVGPTSSSSSS
YLSYISDVTVALQAAKRLVSAANNFDDSKVSSNGATKKFFFQFQCVTWKLEKALTNLPYDDFDISEEVQEQVDLIRAQLR
RATERYGGPLNSTLLCRALSQPLDKEINPFHPSNRSLIDCLHVENIGIIDHQAGLKSSPSQGNGSVHHAVDDVDKKESSS
NDISAPKDSSDGADIEKLDENKKLDSPIIPDDFLCPISLELMRDPVIVATGQTYERSYIQRWIDCGNTTCPKTQQKLRHV
TLTPNYVLRSLISQWCTKHNMEQPTLLTNGRIKTSDGSFRHVSADIISSVGTLVRSLSSRSLDEQRAAVSEIRSLSKRST
ENRILLAELGAIPILVNMLTSVDCLIQDNAVTSILNLSIYDNNKGLIMLANAIPSIVQVLRSGSNEAKENSAATLFSLSL
ADENKIIIGASGAIPELVDLLKNGSSRGKKDAATALFNLCIYHGNKGRAVRAGIITALLKMLTESSSVMVDEALTILSVL
STHQEAKAAIVKASTIPVLVDLVRTGLPRNKENACAILLSLCKRDKENLACLSRLGGVIPLTELAKNGTERAKRKASSLL
ENLRKLQQL*                                                                      
>Mgut_mgv1a025157m                                                              
MVMDLVTNSALGPVMEVISQTIEAIIEITVASDNVSTHKKSFAQLSSYLNKLIPLLHELKTKHISSSSQGLSNFLEILNH
ETRDAKKLIRDCTERNRFYLLFNCRSIAKQIESITDKIIHAINCIPFASMTISFNIKEDIESLVTTMHNAEFRTAIAEEE
ILERIELAIQERNVDRSYANNLLFSIAKAMGVSTDPSELKRVFDDFKGEIDSLQTRKDKAEAMQMDQIIALLERADAASS
LEDREKKYLNKRRSLGVQPLEALRSFYCPITEEVMVDPVETPSGHTYERSAIVKWISETNEPSSPITSSPLDCSMLRPNK
TLRQSIEEWNERNTMILIGSLKSRLSLGEDAEVVHSLEQLKNLCEEKEMHREWLILENYIPSLVELLRVKNRDIRNRALQ
ILCLLAKDNDHAKERIAKVENSIETIVQFLGRRIGERKLAVSLLLELSKCLTVRDCLGKVQGCILLLVTTLSNTDPQSSN
DAKDVLDNLSYSDENVILMAKNNYFEHLLQRLSSGSDQVKMTMAKILAEMELTNHNKLFLVENGVLDILLVLISCDVVEM
KVVAIQALLNLSTLKKNGQEMIKKGLVRPLLDILYRQTSSQRLRELVAATIVHLALSTVPPDSDPTPVSMLESEEDVSEL
CSFISLTSPPLQQNILRAFHAMCQSQSSDIVKSKLREHSAAQMLFRLCEVDDDITLRANAVKLLSCLTEDGDESETTVTE
HITQNSIENFLKIIKTSENEDEIASTLSIIATLPKSTQISNWLLESVNLNTIFSLLLDSKNSNIHQKHKLIENAVGATCR
LTVGTSLELQKKVAEANIIPLLVKFLEIGTTALTIKRASVSLAQLSSNSVMLTRQISRRHGFWCFSALPEPTCTVHGGIC
TVESSFCLLEAEAIQPLMRALTNPDQDVCEAALDALLTLINNEMLQNGCKVLDEANAIPVIIRLISSSSPRLQEKVVCSL
ERIFRLVEYKQRYGNSAQTALVDLTQRGNNRLKSLAAKILAQLNVLHDQSSYF*                          
>Acoe_001_00385                                                                 
MSTAATTSTITSAQILHHTSTFIAEVLSQTDLRRQIFSTLSRKIHPDQIIVKPLTVAVETIENAISTTNPATRISSLRLV
EKLLQSYPENVFSALILSLVYGLRQRPINAALSLLDVFNLDPLSARSEIAPILFEDLFLLHLIPVLQGFNDCRSKILSSK
PPDKISKYQGKKLKNLEKDYEEVLDENCKVFAGYLKEVVEDRDGTRSISPPPLILTKFSDEGEVDFDPENKLKIEDIKLS
NGRYNPIWAEAEEGSIEFYSSSSSNKSKSPHIYPQRVSPRVFSNQRSTTTRSNISQQSKSDSESLSSDNISTDCSTESEP
DVKERNRKVALFEPKPTKSKKHKQLISARSSCSKDSVMEDSENLPGSGKYTPPKDFVCPITSNIFDDPVTLETGQTYERR
AIQEWLDRGNSTCPITRQKLQSTQLPKTNYVLKRLIASWQEEIPEATQILTKKTLPKSGSSSNLIKPSTSPTSVIIQATS
DGTFAELRLAITNLCMSEILVESETAVLRIQQFWREANMESEIQTMLSKPAVVNGFVEILFNSVDPRVLSNTVYLLSELG
YRDKSVIQTLTRVDSDVDCVVALFRKGLMEAIVLIYLLRPSTVSLIEMDIIDSLLTVIKKKEEDSFEMCLRPKQAAILLL
AQILGSGEETNISSIAQSVVSSKAIEILIGSLEADWSEERIAAVGILLRCMQEDGKCRKVIADKAVLTPILESFIGSDDA
ERFKIVHFLSELVKLNRRKFNEQILHIIKDEGAFSTMHTLLVYLQTALQDQIPVVAGLLLQLDLLTEPRKMSMYREEAID
ALISCLRNSNFPSAQITAAETIMCLQGRYSVSGKPLARTFLLKRVGLDRDYKTIMRKEKLGLSDGQTDKNLDEEKAAEEW
ERKMASVLVSHEFGLLFEALAEGLRSRYAELSSASFVSATWLAYMLTLLPDTGVRGAARVCLLKQFVSIFQSAKDPEDKA
LAMLALSSFIHAPEGLRDLTLHVKDILKGLRELKKQSSLASEMLKIFSEGQDSSSNDLWNHKELIKVDCSGNGEVLSIIC
FKDKIFSGHSDGSLKVWSRKSGHFHLIQEVQEHTKGVTSLAIIPSGERLYSGSLDKTARVWALGHELIHCIQVHDMKDQV
HNMVVANSIACFIPQGPGVKVHAWSGESKLLNTKQNVKCMALVQGKLYCGCNDSSIQEIDLATGTMSTIQTGNRKLLVKA
NPIHALQVSDAMIYSATSPLDGAAVKIWSASDFSMIGSLPTTSEVRAMAVSSELIYLGCKMGAVEIWCKEKHTRVETLIT
GTSGKVMCMSLDGDEEVLVIGTSDGQIQAWGLS                                               
>Acoe_002_00004                                                                 
MDILNNREEPALSSPSSLTVVVAVDKSKNSLRAIKWTLEKFLLGERTRFKLLHVCAQITTIPTPMGNYPISQVRDDVAAA
YKKEVEWKTNKMLLPYKQMFTAKKVEVEVLVIEADDVAEAIARQVSKLKSTKLVIGASSRRRFQWAMKSKDLSSKISECA
PKFCTVYAIRKGKLSSVRPSHFETVGSVKSDSNDADTSTTNSSSNNFSSQIDDTDQGSTASYSQLHLRSLGIQHLHAPPT
RNQGHHKSRSVLTNIGHSNLDSSYSNMSDGDGLSTGVRISSFRSLQADLLTQDFDQASTSDAPTNSSSEIKVDLDFELEK
LKIEIRHARGMYAVAQTEKINAARQLNNLSKQRTEEALKFQEISLREEQARELAKQEMEKHEAAKREAEFLRECTEKEAS
DRKEVEYRAARDANEKQKLQKMLESPNEPYKKFTWEEIVSATSSFSDDLRIGMGAYGTVYKCTLNHVTAAVKVLHSKEGQ
GTKEFQQELDILSKIRHPHLLLLLGACPDHSCLVYEFMENGSLEERLLQKNDASPIPWFVRYRIAWEIASALVFLHNSKP
MPIVHRDLKPANILLDQNLVSKIGDVGVSTLLPSIDCSQSLFYQESSLVGTLCYIDPEYQRSGLVSPKSDVYAFGIVVLQ
LLTAKPALALAHIVETALENGHFMEILDSRAGSWPIKETNELASLALRCAEMKLRDRPDLSAEVFPVLERLKGIADKASA



ASVHPSPPNDFICPLLKDLMEDPCVAGDGYTYDRKAIEVWLKENDKSPLTGLPLPSKSLIPNYSLFSAIMEWRSKRQMDS
GKISSRRKNSFQVITLGNYPISQVRDDVAAAYKKEVEWKTNKMLLPYKQMFTAKKVEVEVLVIEADDVAEAIARQVSKLK
STKLVIGASSRRRFQWAMKSKDLSSKISECAPKFCTVYAIRKGKLSSVRPSHFETVGSVKSDSNDADTSTTNSSSNNFSS
QIDDTDQGSTASYSQLHLRSLGIQHLHAPPTRNQGHHKSRSVLTNIGHSNLDSSYSNMSDGDGLSTGVRISSFRSLQADL
LTQDFDQASTSDAPTNSSSEIKVDLDFELEKLKIEIRHARGMYAVAQTEKINAARQLNNLSKQRTEEALKFQEISLREEQ
ARELAKQEMEKHEAAKREAEFLRECTEKEASDRKEVEYRAARDANEKQKLQKMLESPNEPYKKFTWEEIVSATSSFSDDL
RIGMGAYGTVYKCTLNHVTAAVKVLHSKEGQGTKEFQQELDILSKIRHPHLLLLLGACPDHSCLVYEFMENGSLEERLLQ
KNDASPIPWFVRYRIAWEIASALVFLHNSKPMPIVHRDLKPANILLDQNLVSKIGDVGVSTLLPSIDCSQSLFYQESSLV
GTLCYIDPEYQRSGLVSPKSDVYAFGIVVLQLLTAKPALALAHIVETALENGHFMEILDSRAGSWPIKETNELASLALRC
AEMKLRDRPDLSAEVFPVLERLKGIADKASAASVHPSPPNDFICPLLKDLMEDPCVAGDGYTYDRKAIEVWLKENDKSPL
TGLPLPSKSLIPNYSLFSAIMEWRSKRQ                                                    
>Acoe_002_00237                                                                 
MNQKLSEISDRRILTFPAVHPCQSISPITLVTSLISLARIICNYRSKSIVIHRKNLREVIREIGILLIFLEEIRERKLDL
SHSVILSFFELHLAFQKLGYLLEDCTREGARLWMLMKSRRISAELRVLVAGVATALDVVPMNSLGVSIEVRELVELVAKQ
AQRVKFNVEPDDERAMVDVTSILNKFQRKIAPDPIDLKRVFDHLEIKHWNDCNKEIKFLDEEISIGSLNGEDKEVTLVCS
LMGLMCYCRGVVFDVIDGRSLDRTDTRNEAEVLSCLNPEDFRCPISLEIMKDPVTISTGQTYDRASILKWLKAGNHTCPT
TGEKLTNTEMVPNSVLQKLIRQFCSSNGVPMAESGHPKRDITRTISAGSPAAAEAMRLLSDFLTYRLAVGTYEDKNKAAN
EIRLLAKSSIFNRYCLLEAGSIPYLLHLLSSMDSSVQENAIAALLNLSKHIKSKEIIVENGGVMLIVEVLTNGSKMESRQ
LAAATLFYLSSVEEYRILIGETPEAIKGLVDLIRDGTPRGKKNAVVAIFGLTLFHDNIQMILEAGAVPLLVDLLKSSDRT
DLVNDSLAVLATLAESQDGTREITSTSGLPLLIGVLHSSTSRSAKEYCVSILLSLCVYGGIEVVSKLQKSSSLMASLYTL
LTDGTARASKRASTILSILHEFNNKDLGLASSPTAPEHFVRVR                                     
>Acoe_002_00317                                                                 
MGSGKRRWKISFHRTTTSTPTTSLNPEINKPPKEFICSISGSLMADPVIVTSGQTFERNCIHVCKNLGFLPILSDGSRPD
FSSVIPNMAIKSTIFNWCDTNKLDRPIPISFEVAEKVVRSLMEVQDVKFEEKIEVTEKQLLEAVAENLPIMKLSHAATEL
NRRASHYYTSSEESVIAMTITPTTPLAAFSTRPACYSTCSSSSISSSEIVSDETLNPNSSSSSSSTSSSSEEEEELVVKL
KSTQVFEQEEAVISLRKITRTKEELRVPLCTSRLLSAVRTHMISRYSAIQVNSVAALVNLSLEKVNKVKIVRSGIVPVLI
DVLKGGFPEAQEHAAGALFSLALDDDNKMAIGVLGALPPLLHMLRSESERARNDSALALYHLSLVHSNRTKLVKLGSVPI
LLSLVKAGDLASRALLILCNLAACAEGRSVMLDANAVECFVGILRDDKSNSNSTRENCVVVLYSLSLGSLRFKGLAKEAG
AVEVLMKMVEKGSERAKEKAEKLLLIMKGRNGGDEEIDWESVLNSGVVRTGYRLGDSECAKSTGF               
>Acoe_002_00763                                                                 
MATQKPQKSRAEREDAILRKILLISLVDSMNNDSRMVYLEMTAAELMSEDKPLMLSYDLLDRILIDRLSGEFSGAESPFP
YLVGCYRRAYEEGKKISSIKDQTLRSELEFVVRQVKKLVVSYCRLHLGNPGTFPDNDASNANKSAGSPLLSLIMSDSSNS
VDSYGSSSGQNCPPGFLEEFFKDSDYDSLEPIYRGLYTDLSKSVVRISALGNFQQPLRALIMLSSFPHGAKALVNHPLWI
PKDGFVNGRIMEIQSILGRLFHVSAIPDNIMFKAEPDVGQQCFSDASTRRPADMLSSFATIKSVMTNLHDGLGEVLLSLL
KNTDTRESVLEYLAEVIKKNSARAHIQVDPLACASSGMFVNLSAVMIRLCDPFLDANLTKRNKIDPRYVFSNTRLDLREL
TALHASSEEVGAWIGKENLDSNGENRILQSQDASNSGNKASVLPVSRMGNPMSSCDGKPKYTFISECFFMTARVLNLGLL
KAFSDYKHVAQDLSRSEDTLSQLKSMREQAPSSQLDLDIARLEKEIELHSQEKMCYEAQLFRDATLLRRALDFYRLMVVW
LVDLVGGFKMPLPSSCPMIFACMPEHFVEDSMELLILASRIPRALDGFLLDDFMNFIIMFMASPEFIRNPYLRAKMVEVL
NCWMPNRSGSSSTATLFEGHQLSLEYLVQNLLKLYVDIEFTGSHTQFYDKFNIRHNIAELLEYLWQVPSHRNAWRQIAKE
EEKGVYLNYLNFLINDSIYLLDESLNKILELKEMEAEMSNSAEWGRRTAQERQERTRQFHSQENIIRIDMKLAMEDVGML
AFTSEEITAPFLLPEMVERVANMLNYFLLQLAGPQRKSLSLKDPEKYEFRPKELLKQIVRIYIHLARGDRENIFPAAISR
DGRSYNEQLFTAAADILRRIGEDGRVIHEFVKLGEKAKAAASEAMDAEAALGEIPDEFLDPIQYTLMKDPVILPSSRIII
DRPVIQRHLLSDSSDPFNRSHLTQDMLIPNGELKARIEEFVRSQGLKWHDDHASK                         
>Acoe_002_01222                                                                 
MMISTRRERRNGKIGGMKAIYENSTNLLEINIPNHFRCPISLDLMKDPVTLSTGITYDRDSIEKWVEAGNQTCPVTNQAL
TSVEQIPNHTIRRMIQDWCVVNSSYGIDRIPTPRIPVSPIEVTEMLSRFKAATRRGDQISCLNMLEKIKSLMKESERNRN
CIIANGTCAVLSASFEYFATSSIEKNAKILEAILALVTRMFPFDSDAQSHLGSAASLRCMELFLKSGDISRRGNTILVLR
ELVSMDEKHVFALAKIDGVVEPLVRLIKEPICPTSTKASLMVIYYLVSSSAEHKAIFAKMGLVSLLIEILVEAEKSICEK
TLAVLDEICGSDEGREKAYSHSLTIPVLVKKLLRVSGLATEFAVSAVWKLCKNDKREDNGALLEAMQAGAFQKILLLLQI
GCADRTKEKSTELLKLLNLYRGRSECIDSVNLYKGRPF                                          
>Acoe_002_01232                                                                 
MEKEGKGGEIGQFGQLLLDLVHDINRIGGFSDVLKKDCNDLSRRISLLSHLFEEIRDFKGESIIITSSSSSTGSSITCLE
ELSLELKAARRLLLVALNYNSEIVLDEAGKKLMFEFQTLSSHLEKTLGSLPYDFFEISDEVREQVELVRAQLKRATERYR
HRNPVVLSRALSQPIGEELDYQELGNICNIGQYLQPKLDKVPNINSKRRHLFSTPGFCELNGADSIKAAELADKNGDDTK
KSDSVTIPDDFRCPISLELMRDPVIVATGQTYERSCIQRWIDCGNKTCPKTQQQLLNFSLTPNYVLRSLISQWCEKHNIE
QPKGSTNGRLRKSDGSFQEVSGDIATINALVHKLSSRSVEERRNAATEIRSLSKRSTDNRILIAEAGAIPILVNLLTSED
LKTQENVVTSILNLSIYENNKSLIMLAGAVPSIVQVLRMGSMEARENAAATLFSLSLLDENKITIGASGAIAALVELLQN
GSLRGKKDAATALFNLCIYQGNKGRAVRAGILLPLMKMLTDTSYSMVDEALTILSVLASHQEGKTAIAKASTIPVLIDLL
RTGLPRNKENAAAILLALCKKDADNLACIGRLGAIIPLTELAKSGTERAKRKATSLLEHLRKLQQLMKDEAGKKLMFEFQ
TLSSHLEKTLGSLPYDFFEISDEVREQVELVRAQLKRATERYRHRNPVVLSRALSQPIGEELDYQELGNICNIGQYLQPK
LDKVPNINSKRRHLFSTPGFCELNGADSIKAAELADKNGDDTKKSDSVTIPDDFRCPISLELMRDPVIVATGQTYERSCI
QRWIDCGNKTCPKTQQQLLNFSLTPNYVLRSLISQWCEKHNIEQPKGSTNGRLRKSDGSFQEVSGDIATINALVHKLSSR



SVEERRNAATEIRSLSKRSTDNRILIAEAGAIPILVNLLTSEDLKTQENVVTSILNLSIYENNKSLIMLAGAVPSIVQVL
RMGSMEARENAAATLFSLSLLDENKITIGASGAIAALVELLQNGSLRGKKDAATALFNLCIYQGNKGRAVRAGILLPLMK
MLTDTSYSMVDEALTILSVLASHQEGKTAIAKASTIPVLIDLLRTGLPRNKENAAAILLALCKKDADNLACIGRLGAIIP
LTELAKSGTERAKRKATSLLEHLRKLQQL                                                   
>Acoe_004_00378                                                                 
QLSNTFLTRHQSAILLLFPSQTVLLSPQLQLQPQPQPEPTNIPNNQLPCQLSDHNFMITTTKAGFPAAQQQQQQLLITKS
LSEICSIPDETYSWETPRRFSGYLKRLQLILNHFLRSENHSTSIQTSLKGISSDLIKSSETLLLYRKKSKIYVLINCKSL
CLALQETAISIGKWLALLDSALLDHNNYNPELHKKVSDLSTDMKKTQFKVTENEERVYCTLQKEGQVRQTSKAVQSGIIM
DLARALGTEPGNLGELEKQIKLLKNDIVSSNSIAERRILMSLERIFDNWSIEPNHAAGGFDVDFEEDAQIQPFRNFICPL
TKEVMKNPVVLESSQTYEKTAIQYWFDRCIEDGRDPTCPVTGQVLKSLEQKPNIGLAGAIEEWVNRNSNGSNLRSKSLLV
LLSMSKDEESKLKMLEDGMTKLAIRSLNIERSEKEREYAVKLLLEFSKDEAYCAKIASEKGALVLLSTMAGNLEYPSLSY
LAEEVLKKVEKVEDNVQHLASAGRFEPLLSRLCKGSNDIRIEMASLVGKMDLTHTSKEQIARQGAKILVDMLHKPEGRME
SLQALYNLSTLDDNATILVDSGVLIPLTNILFNVEDDFSDLKELAVSIIANIVSKSGHWELASVNKEGFSLQSEAIVYSI
IQLLPHASPKGQVQVLQILSGIASSPQASESVATHIASGGGIKLVLPLLGHPEIAHRLSAFKLVRILSEKVSPILATELR
ASNSFPLLKDKLLDTQYTDGERYEATCILANLPLTDDEIKTILGTNLIGWIVSALKEYRGSSTGKTSRSTSLLVEGLLGL
LLHYAKSRDQAILNTVQEYRLMTVFREQLSFSIQPRVKERAALGLKYLSEFGRTLNVSANLEPKRSRGIFSSLTLCGKPP
KVPPTCPIHCTACGDDSLCLLKSNCIKPLINLLDDEDTNVQISAVQALSTVLDDGSHSPKRAVDELEELGVVDAVIALFK
EVRTGELQERTIWMVERILRLENQNPQLSVDQTLVRALVEALKHGNANTKLHAQNALTNLKQLSGISGKISSQGQRPTNR
H                                                                               
>Acoe_005_00152                                                                 
MAKPKPAQPLVFPPRKLRPSPEAFISPNFSNQKLVQSVLILSKEISSLKPLDSILKRCSSSMICKSNLLSILFEEIYRNP
IIYLPKSAILCFEEIYIVLQRIKTLLEDCSKGSKMWLIMQNESVSISFHELMVDLSTLLDIFPLHEFNLNEDVREMVLLI
RKQCWEKKAFIDPTDKNLRFEVSKLLDQIKNEIVPDHFKLKQIFHKLGLKNSKSCKEEIESLEDEVQNQVCEKSTVEIIG
LIGLVRYAKCVLFGASTPRSESSTSRFDSTDTITFPVDFRCPISLDLMRDPVVVATGQTYDRSSINHWIDSGHNTCPKTG
QVLAHTHLISNRALKNLIALWCREQKIPFEVTETNYRVNGSTPNKAAIEATKMTALFLVNKLSASPSNESANRLVYELRL
LAKTDSENRACIAEAETISALVRYLISNDANLQINAVTTILNLSILESNKKRIMETNGVIDGITEVLRTGATWEAKENAA
ATIFSLSGVAEYRKKLGKKTRVVKGLVELAKMGPSNGKKDALVAILNFAGERETVGRLIEGGVVDMAVGLAAEFPEEAMA
IIAAVAKRGGVAAVVASFQSIRIIGGILRDGPEAARESAVAGLVSVCRRGGAEVVAELASMAGIERSMWELMATGTVRSR
RKAASLMRIIRRWAASLENQTVHC                                                        
>Acoe_006_00175                                                                 
MAGHYKFSMDQKDILRSLIAAVGSFIQDRLINKEQRLLHKEQCAERLAAEDGSCCRDSEVGYSDQAVLANLDWGIDALEE
AINTSNVETKLARLDYAEKMLQVCAMLNSRQKTAGVPNFYLSAWSHLYLAFLWNLRNNVRNSVLHVLEMFIIDPFFSRID
FAPELWKTMFLPHMSSIIGWYSESRHRLVMEVIPDSADLSFTADFDQFFNESIILSMRPDQAEKLQTLEQLYGRSLDEYT
KLYAKYYKDCMNSDTTPSKRMAPMLPIAEPPMTPLHEVSRSIPDYVKFGPILPKSAGFSPFLKEKEECRLNTTLSTLEEL
EDKWSPKDHSLEENDCDYGSEDGELDMDSEVKTIAVLPNNLRIDDIGTRTKVMKSKNEWTHSSPLFSPISSPKTPSKFST
PSPSLNSKSDPEPLLRLLSSRITNVTISTPVPGTPLLLHDACISPAGSDGELREVKKSYIKGSSFGRNTSFGNHTQKYEN
RSVIKTHISDVLQVQFLNFSAEGCQSSNSIPSSGKLTPLNRPPKDFVCPITGQLLTDPVTLETGQTYERKAIQEWLKRGN
TTCPNTRQPLSANALPKTNYVLKRLITSWKDQYPDIAQEFSYSDTPRVSISSTSSRDPQVESSPSMTYSRPIRETVDQCI
KKKNNRYLHAAVSTSPTSVISQAAAEEIINGIKPYTLCLCTSEDLQECENAVLKIATTWKDSKGDSGLHSYLSKPTIVNG
FAEILVASVNREVLMKSIYILSDLLIADETVGETLTSVDSYFDCLTVLLKNGLTEAVVLIYQLRPAYSQLSVRDLIPSLV
QVILNKTEDLDDFQFVMDPKDAAVALLEQLLIGGDEGSRSLTAQSVISANGLSYLIKCLNRFEGRRSIVSILLCCMRADR
NSRSFIANHVQLAPVLELFHACDDTVRGICIDFFSELVSLNRRTFCNQILQIIKDEGGFSTMHTFLVYLQMAPMEQQPAI
ASLLLQLDLLVEPRKMSIYREEAIETLIEVLRRKDFPISQLMALDELASVSGRLTASGKSLIEARLLQTAGLDQSYKAFM
KTERLVQNNDSLETTDEEEKAAQTWENRVAFVLCNHENGSIFKALEECLKSNSLKMAKSCLVIATWLTHMLSSLPDTGVR
DMARHCLLEQFINVLQSSRNLEEKALASVALRSFIGDKAALKELGVYAKSVCKSLRKLKRSSVLVTDILKALMNLSSINA
IELWSCAEVTEIDSGSNGEVLSLVHLKDRVFSSHSDGTIKVWDAGKRVLRLIQEAREHAKSVTCLSVPPSGDKLYSGSLD
KTIRIWAIKSEEIHCIQVHDVKEAVHELTANNSFACFASQATGVKIYNWSGVPKHVTFNKYVKCLAMTDRKLYCGCTGYS
IQEVDLSKCTSSTFFSGTKKLLGKQIIHALCIRDGFLFAGGSLVDGIAGRVFSLSTGAVNGALPAGHDIHCIAVNNDFVF
TGSKCGTIDVCLRERLVRVGSLRISGAGNTRVTSLISDLDGDMLFAGSSDSKIKAWTLD                     
>Acoe_007_00878                                                                 
MEEPVVIEGGGVVGKHEMANVSSQDEVKVNVIQELMDVIKAVGSFGDFRRTQRKECFNLMRRIKLLVPLLEEISDLDEPL
PESAHTCLCNLKKALACTMKLLKICRDASKIYLAFEGESFMTRFHALYDKLSQALDDIPYDELTISDEVKEQVELMSVQL
KRAKRRTDTQDIELAMDMMVVFSDKDDRNADSAILERLAKKLELHTIQELKEETIAVRKLGKERNGQNAESTQKIIKLLN
KFKQIAGLEVSDVLNDLAAPKTLEKCPSLAIPHEFLCPITLEIMTDPVIVASGQTYERESIQKWFEANHRTCPKTRETLA
HLSVAPNFALKNLILQWSEKNKFELPKKEASIADADSSTTEQKEAISSLVQGLSSCHLDVQRKAVAKIRLLSKENPENRV
MIAECGGIPPLVQLLSYPDSKIQEHTVTALLNLSIDETNKRLISKQPGAFPAIIEVLQNGKINAKENSAACLFSLSMLDE
NKVAIGSLNGIPPLVDLLQNGTIRGKRDAITALFNLSLNQANKARAINAGIVTPLLHLLNNRNLGMVDEALSIFLLLASH
PEGRQEIGQLSFIETLVEFIKDGTPKNKECAVSVLLELGMNNSSFILTALQLGVLDPLVEISKSGTNRAERKANSLLIHM
SKCEQI                                                                          
>Acoe_007_00907                                                                 
MTDSFDGSFDGGSQSDDSYHLERTHVEPIYDAFVCPLTKQVMRDPVTLENGQTYEREAIEKWLKECKESGRKLVCPLTLK
ELKSTELNPSIALRNTIEEWAARNDAAQLDIARRSLILGSSERDALQALNYVQHICRRSRSNRHFIRSAELIPMIIDMLK



SISRRVRCKALDTLRILAEEDADNKEVIAEGDTIRTIVKFLSHEQSKEREEAVALLYELSRSEALCEKIGAVNGAILILV
GMTSSNSENVLTVEKADKTLENLEKCERNVQQMAENGRLQPLLTLLLEGPPETKLAMAAYLGDLVLSNDVKVFVARRVGS
SLVNVMRSGNMQSREAALKALNQISSSEASAKVLIEGGILPPLVKDLFTVGANQLPMRLKEVSATILANLVNSGYDFEFV
PLGPEHQTLVSEDIVHNLLHLISNTGPAIECKLLQVLVGLTSSPSTVQNVVAAIKSSGATISLIQFIEAPQKDLRVASIK
LLQNLSPLMGQELTDALRATAGQLTGLIKVISETNGVSEEQAAAVGMLADLPERDAGLTRQLMDEGAFQVIISRLIQIRQ
GEIRGGRFVTPYQEGLVGVLARLTFVLADNSDAVALAREHNLATLFTDLLQANGLDKVQMVSAMALENLSQESKRLTQLP
EVHEPGLCASIFSCFSKPPVVTGLCPIHHGRCSLKDTFCLVEGKAVGKLVACLDHTNVKVVEAAIAALCTLLDDDVDIEQ
GVNILCEVEGIKQILDVMLESRSEILRQRSVWIVERLLRTDDIAYEISGDPNISTALVDAFRHGDYRTRQIAERALKHVD
KIPNFSGVFQAIG                                                                   
>Acoe_009_00038                                                                 
MASSSLQDLLEEEGFKGRKLTSSRSSFGADAMSMPLYLYKDQNQLTTSSSTVRIRTERTRSDISRYSVGNEFIKTKGVRS
RLPRDNLLGSRRIVKELKKKELKETEGYEGVDTNIVQEIKRLNSRLSVDSPNNQLISGRRRSDAQEIQGFKDIFSNEVFE
TERGKNGYSNGFEENEKYRHSSNKLLPGLTSFSNSSSKSLQKHASSSRIITKTLHSRKVLDNEQSVLELALDEVAVKATV
SILSGYIGRFLKDKEFRESLRDNCLSCLESTTSEESHHVNNKVMPNLDEAIETVERFVKGSGDTKDLKKASFQLSIITSL
SSKELKDGFMSGIPNAQLSACAHIYLSVIYKLFKKDKVSAKHLLQVFCDSPPQARTTLLPELWDYLFLPNLSDLKLWYDQ
EVSSIPDTSSRPRKLKLLEKVYNEILDSGTYQFAVYYKDWLTEGVEAPAVPSVHIPSVSVQGFRQSPELASPIAHPMISK
KLYDSVFGNSNELGDVDEVDGGEVEDNFDNCESSFGGTVEEDKRTVTCSPVPGKYTDQTFHEDATTNTAPDAPQHAHELL
LPTFKEWRRFLTPHREEVNGEAQVTPSWCTTPGSTHMSQSVPYKKANDLILKKLAESVFQQQQAKDSTDIPASMHIYSEM
STNISYKDGSFFSNIPKDFICPLTGELFEDPVTLETGQTFERMAIKEWFDKGKITCPITGKALESLGLPVINFVLKRVID
SWKSEHCRNLLDFASNIERTSSENGFTSKDPRAVLLLEQLLTGFKTEERLMNAKHLISLGGLQFLILRFELGSIEEKSRI
VVLLSCCIEADGSCRNYIAKNINKACLLELLHNKQVKSRANAVKLLTELICQYRRTEITSFLSSMQKEGLMNTMHVLLVY
LQSSPPDQKPLIAILLLHFDLLVEPRKYSIYREEAVDSITVALQCSITDEKVRAQCCRALLILGGHMSFSGELLIENWLL
RYAGFYDGCDSKNLDNVEENSKINKTILLADEEKAREDWWKNLAASLLGNGKKSFLEIVSRCLGSGDSTLVRTCLITVAW
LSQALSVLPDAEFQLSAFSVLIPRLKESLESGSQVEHRVLASMTLLNFSRISECRVLLMTIGEEILIPLLSLSVVTWTAK
ELHELISGERL                                                                     
>Acoe_009_00692                                                                 
MELEIDIPSYFLCPISLEICKDPVTLSTGITYDRENIEKWLYASKNNTCPITKQVLNDTELTPNHTLRRLIQAWCTLNAS
YGIERIPTPKPPVDKAQIMKLISNAKIPQLQIISLRRLKSIAAENDRNKKCIESTNGAVEFLASLVKQKNSTNTMSMMRD
GAESTSASDEALGLLYNLQISEAGLKTLMGKNGEFVESLVQILSNGNYQARAYAVLLLKPMLEMADPIQLISLKTAFFVE
IVKVLRDQISHPARKAALQILIEICPWGRNRIKAVDAGAVPILIELLLEKLEKRETEMIMVVLDQLCGCAEGRADLLKHS
AGIAVVSKKILRVSQLTSERAVRILYSVSKFSATSSVLQEMLQVGVVSKLCLVLQVECTLKTKEKAKEILKLHSRVWKNS
HCIPPFLLSSYPC                                                                   
>Acoe_009_00694                                                                 
MEDVDIPQYFICPISLQIMKDPVTIVTGITYDRESIEQWLSADQNTSCPVTKQPLPKDFDLTPNHTLRRLIQAWCVTNAA
NGVDRIPTPKSPLNNIHILKLIQDLRHPQLKSKSLNRLVLLASECEKNRKCMMEAGVAKVMVSLIITSYKNNVSEGVHEA
MHVLSLIKIPIAEINLLIYDFFDAIAWILRGGKYNNEQVMKTHALLVLKSVVELASSSLLDRLKPEFIATIIQVLRENIS
NQANKAALQVLLDTCPWGRNKVKIIEAGGVFDLIELELSSPDKRTTDLIFGILDHLCTCADGRAKFLSHSAGIAMVTKKI
FRVSPVTDDRAVRILASICKFTATHDVLQEMLVVGAVAKLCMVLQADGSANIKEKARGVLRLHNNFWSNSPCIQLYLVTR
HPTQ                                                                            
>Acoe_010_00271                                                                 
MMEKIYVAVSNNVQEGLTSLEWAINNWSTQSISIVILHVDTNSKNFVHTPFGKMPSSSVEDGKVEGCRMLEQEKIDQQLA
KYIASCGKVRAEVVKIEKSEEAMHTVIVGLITRLRITKLVMGIAFMKFSSGKTGSSISGSFHIHRLKPDYCEIFLICGGK
LVFLREENDEGYVEDGQGVMVAKLKERASFKGWFGKLFTDNASTSFSSYSRRDQNHHVGPSDPQEIYRENIEKYLHFLTT
LQLSDEDCEEENGASIRSPSELAKLDYTDLISSNASNKTEAIKAKIEEAQKMAEEARKAAKANMDRRKKAECVISLCNER
AEELQCCLGKEISDQIDLKKDIDEAREKTHEFTSDIEMNKNRLNTILEVQSELANKIICSSSEKVLVEVELEKALAMKVD
VNKQIEKLREQKDVVLRRIEFCIERNALASATPNNSKDMNCSYREFTEKEIRDATNNFSACMKLKSDSEFSSFYKGRLNN
ITVAIKLQALYDHQELHAKMEMICNLRHPHLISTIGACFDPKCIVFEYMHNGSLKDIFFSRENTTSGRRLNQTLSWYTCI
QITSQICSGLGFLHSAKPRPIVHGNLNSSNVLLDRNFVAKITDLRLIQYHDESQLRSDIRDVGYLMLLILTGKSETDVTD
DVIKVIEGGTIIEALDEMDTDWPLDLAEKFACIATRCIARENWELRISTVISELDELMRKAAERRYEMTIGVYGEKECCL
DIPNVFLCPITQEMMNDPYVAEDGFSYELEAIQEWINTGHTTSPMTNLTLKHTTLTPNHTLRSLINDWCKRSTTHT    
>Acoe_010_00513                                                                 
MESGTVNVAKALSYSCGIKAHHLMCMELKKIVDRITQIFPAIESAQPRCRSGIDALCSLNLALEKAKLLIQHCTESSKLY
LVITGEAIKMRCERVRNAFEQCLSQMQSMVPLLLAAQISAIVDDLKDANFIMESSEEEAGKVILHLLRHASDSAESFEYE
AFQTAALILQLTSSKALLIEKRSIKKLLDKIRDTDQTKERVLKYLLYLLRKYGKSIGRPQLVDASVKGANPNVSTVCSGA
TVACSQFTEPDIDVCSVQYGVQNDVSCKIIPPDEFRCPISLRLIYDPVVIASGQTFERVWIEKWFKDGHDTCPKTQKKLP
HLSIIPNSSMKDLISRWCRKHGISIPDPSSQPIPAEVYQWKTSSSNSIASIGSSLNGVPIRDYDSSFTFGSPDVSPVKSQ
MVIDSFNTVSPQVDGSCDTCQCSLKSDHGINSSFLSKLGELPWESQCRVIEDVRNHLEDNEEACHSVLSTCFIQSLLSFF
KDACDRFDVKALRDGARVLLVCVAKSRNEVPSLCEDVFYLLVSFLDSEISEEALAIIEVISVDMDCNLEVVASGILPSIL
KILESQNRELQIPAVKILRNLSSQSDIGTQMVHFGYVPKLISLLGDRSLSLHCIRILRSLCITKEGRLVVGEADEFIASI
VELLETGSHEEQEHGVAILLSLCSHRIEYCHVVLKEGAIPSLVSISINGNSSGKKTAMELLHLLRDIGFNDSVISITATI
SNSEIAIEPGRCSMEEPSITKAPGFFKRKIKFFSKPKFLALY                                      
>Acoe_013_00291                                                                 



MAIGVQSHDFGGGGVVNSLMGSTTRGEIEEEIVEISREVAVEEKLYVAVSKDVKGCKPNVLWAVKHSEGRKICLLHVHQP
AQMIPLSMGGKFPANKLTELQVRAHRVLEKQKMHKMLNEYIFICAQLGVRAEKLFIDMENIDKGIVELIAQHGIKRLIMG
AAIDKRTSMLKSKKAIFVNQEAPISCHIWFVCKGSLIQTREGSLEGMEIRITDSPLASPLTETSHGDCLRSRSISEGQSQ
HVKLTSPVQNFLNRLRSHGRRVATVPSLDVNKGVLLPQHQLGAEESVNAWEGMSQGSVLSTWSSSEEQIGSLESNSEVRD
EASEDDSLLSSIHESEEDARRTSPTHELQDPGTLDRELIDLLQQAMAEAENSKREAFDELVKRRRAEKDVIEAIRRVKES
ESLYANKVKRKKEMEVVLARETSELNKINSQKDKVMEELKTALDQKMALESQLADSGRMLEEFKEKMAVAVELLQTFKQQ
RDSLQFERDSAVNEAEELRKKRDTEASSSQSQQIFSEFSFSEIDAATVNFDPRLVIGQGGYGSVYKGVLRNTEVAIKLLN
SSSKQGRSEFQQEVDVLSKMRHPNLLTLIGTCPEAWALIYEYLPNGSVEDRLTCKDNTAPLSWQTRIRIAVEICSALIFL
HYNKPHGIVHGDLKPSNILLDANFISKLGDFGICRSLSPDDISTYTTTLCSRTEHPKGTLLYMDPQFLSTGELTAKSDVY
SFGIVLLQLLTGRPALGIAKEVQCALDEGTLNALLDCSAGDWPFVQAKQLAFLALRCCEMNRKNRPDLVSEVWRVLEPMK
AACASSSSFRLGSEEPCQIPSYFICPIFQEIMREPRIAADGFTYEAEAIKGWLDGGHNTSPMTNLKLANCDLIPNHSLRS
AIEEWRQQLMAIGVQSHDFGGGGVVNSLMGSTTRGEIEEEIVEISREVAVEEKLYVAVSKDVKGCKPNVLWAVKHSEGRK
ICLLHVHQPAQMIPLSMGGKFPANKLTELQVRAHRVLEKQKMHKMLNEYIFICAQLGVRAEKLFIDMENIDKGIVELIAQ
HGIKRLIMGAAIDKRTSMLKSKKAIFVNQEAPISCHIWFVCKGSLIQTREGSLEGMEIRITDSPLASPLTETSHGDCLRS
RSISEGQSQHVKLTSPVQNFLNRLRSHGRRVATVPSLDVNKGVLLPQHQLGAEESVNAWEGMSQGSVLSTWSSSEEQIGS
LESNSEVRDEASEDDSLLSSIHESEEDARRTSPTHELDPGTLDRELIDLLQQAMAEAENSKREAFDELVKRRRAEKDVIE
AIRRVKESESLYANKVKRKKEMEVVLARETSELNKINSQKDKVMEELKTALDQKMALESQLADSGRMLEEFKEKMAVAVE
LLQTFKQQRDSLQFERDSAVNEAEELRKKRDTEASSSQSQQIFSEFSFSEIDAATVNFDPRLVIGQGGYGSVYKGVLRNT
EVAIKLLNSSSKQGRSEFQQEVDVLSKMRHPNLLTLIGTCPEAWALIYEYLPNGSVEDRLTCKDNTAPLSWQTRIRIAVE
ICSALIFLHYNKPHGIVHGDLKPSNILLDANFISKLGDFGICRSLSPDDISTYTTTLCSRTEHPKGTLLYMDPQFLSTGE
LTAKSDVYSFGIVLLQLLTGRPALGIAKEVQCALDEGTLNALLDCSAGDWPFVQAKQLAFLALRCCEMNRKNRPDLVSEV
WRVLEPMKAACASSSSFRLGSEEPCQIPSYFICPIFQEIMREPRIAADGFTYEAEAIKGWLDGGHNTSPMTNLKLANCDL
IPNHSLRSAIEEWRQQLMAIGVQSHDFGGGGVVNSLMGSTTRGEIEEEIVEISREVAVEEKLYVAVSKDVKGCKPNVLWA
VKHSEGRKICLLHVHQPAQMIPLMGGKFPANKLTELQVRAHRVLEKQKMHKMLNEYIFICAQLGVRAEKLFIDMENIDKG
IVELIAQHGIKRLIMGAAIDKRTSMLKSKKAIFVNQEAPISCHIWFVCKGSLIQTREGSLEGMEIRITDSPLASPLTETS
HGDCLRSRSISEGQSQHVKLTSPVQNFLNRLRSHGRRVATVPSLDVNKGVLLPQHQLGAEESVNAWEGMSQGSVLSTWSS
SEEQIGSLESNSEVRDEASEDDSLLSSIHESEEDARRTSPTHELDPGTLDRELIDLLQQAMAEAENSKREAFDELVKRRR
AEKDVIEAIRRVKESESLYANKVKRKKEMEVVLARETSELNKINSQKDKVMEELKTALDQKMALESQLADSGRMLEEFKE
KMAVAVELLQTFKQQRDSLQFERDSAVNEAEELRKKRDTEASSSQSQQIFSEFSFSEIDAATVNFDPRLVIGQGGYGSVY
KGVLRNTEVAIKLLNSSSKQGRSEFQQEVDVLSKMRHPNLLTLIGTCPEAWALIYEYLPNGSVEDRLTCKDNTAPLSWQT
RIRIAVEICSALIFLHYNKPHGIVHGDLKPSNILLDANFISKLGDFGICRSLSPDDISTYTTTLCSRTEHPKGTLLYMDP
QFLSTGELTAKSDVYSFGIVLLQLLTGRPALGIAKEVQCALDEGTLNALLDCSAGDWPFVQAKQLAFLALRCCEMNRKNR
PDLVSEVWRVLEPMKAACASSSSFRLGSEEPCQIPSYFICPIFQEIMREPRIAADGFTYEAEAIKGWLDGGHNTSPMTNL
KLANCDLIPNHSLRSAIEEWRQQL                                                        
>Acoe_014_00013                                                                 
MTSSKVQVQTKAAEVEAVADAEAVAKQAELLRQQGNLCYQKQRFGAAIDAYTEAITLCPNIPVYWTNRALCYLKRNDWIN
MEHDCSKALQLDNNSVKAHYMMGLALLNNHHYAQGVKELDKALDLGRGANPKSYMVEEIWQELAKAKYMEWEHASSKRSW
RLQCLKEACEKALEIQYVIDTPQSGITELTSDSYKEQLKTLQQVFSKAAEDDTPTEVPDYLCCKITLDIFRDPVITPSGV
TYERAVLLDHLQKVGNFDPVTREPLQQHKLVPNLAIKEAVQAYLKEHGWAYKMVMTSSKVQVQTKAAEVEAVADAEAVAK
QAELLRQQGNLCYQKQRFGAAIDAYTEAITLCPNIPVYWTNRALCYLKRNDWINMEHDCSKALQLDNNSVKAHYMMGLAL
LNNHHYAQGVKELDKALDLGRGANPKSYMVEEIWQELAKAKYMEWEHASSKRSWRLQCLKEACEKALEIQYVIDTPQSGI
TELTSDSYKEQLKTLQQVFSKAAEDDTPTEVSHFVVNSYSWLLWY                                   
>Acoe_014_00379                                                                 
MSMMKDDQMNIPHLFKCPISLDLFQDPVTLCTGQTYDRCNIEKWLAAGNVTCPVTMQKLHDLSLVPNHTLQHLIHHWLCM
DNRFNPEEHSKAFDPNLSLVVLKNNIEAKGTTFTTKLEALRRIRILSEESEWRRSSLIQLGFFPMLLQLLFSKVSLKEGK
MHQEDSDIAEQALHCVLNLLPFSDIQSLDMLKEASHLVSFFILLKQGTAKIKMNLCYLVEAIASSFQTREISLVLGQTQC
LWGALVDCLHDNSDASEAASKAILALCSMRPNRESFIGEDGVNCLLSYVSTPNARPRTSNALATIKLLLASDSAKKVLVN
NPNGIHILVKMVFGECSDREGSESAVSSLLVICYESVKVREEAICAGVLTQLLLLLQSQCSSRAKSKARMLLKLLRSVEN
PSKVATV                                                                         
>Acoe_015_00024                                                                 
MPGSLEALDITGIQIPYHYRCPISLELMRDPVTVSTGQTYDRSSIESWIATGNSTCPVTRVQLSDFTLIPNHTLRRLIQE
WCVSNRNLGVERIPTPKQPADPSLVRSLLSQASSESNPIQTRVSVLRRIRGLVRDSEKNRSVISSNNVRDVVLPIVFSST
ESTELTHESLALLAMFPLGEHHCEFISSNSDRITFLASLLSHKSIEIRVNSAALIEMVVAGTRSLEQRVLIGNAEGLFEG
ITAILNYPFAYPRGLKIGIKALFALCLVKQNRQKAVSAGAAEALIDRLADFEKCDAERALATIELLCRIPIGCAAFAAHA
LTVPWLVKIILKISDRATEYAAGALLSLCSGWEELQRDAVAAGVVTQLLLLVQSDCTERAKRKAQLLLKLLRNSWPDDSI
ANSDDFGCSDVAPF                                                                  
>Acoe_015_00384                                                                 
MEESLEKKMEVIKGLMEVIEEMGMFNDYRRTQRKECFSLVRRIKLLVPLLEEISDGNKQIPIEALNCLVNLKKVFVSAKK
LLKNCNKGSKIFLAIESEVIMERFHSVYDKLNQALDDMPYDELGIADEVKEQIELLRTQLRRAKTRTDTQDIELAVDMMV
VFSKKDDRNADTAILERLANKLELRTMTDLKVETMAVRKLIKERNGRSAESSQHIIDLLSKFKQVAGVSDSKLLSVLAAP
KNLEKCSSLAIPNEFLCPITLEIMTDPVIVASGQTYDRESIQKWFQSDHKTCPKTRQTLSHLSLAPNFALRNLIMQWCDK
NNFKLPKKEFCLDTTGTSNKCKEEISLLIQDLCSSQLDVQIKAVMKIRILSKENPDNRVMIANCGGIPPLVQLLSFPDSN



IQEHTVTALLNLSIDEVNKRHIASAGAIPAIIAILQNGKIEARENSAACLFSLSVIDENKVTIGCSNGIPPLVDLLQNGT
VRGKKDAATALFNLALNQANKTRAIKAGIVKPLIQLLLDRNLGMADEALSILLLVASHPEGRTTIGQLSFIETLVEFIKA
GTPKNKECAIAVLLELGKHDSSFILAALQFGVYDHLAEVARSGTNRAQRKSNSLLQLMTKCEHIPQSCLHSSYAHK    
>Acoe_017_00479                                                                 
MAVYYKFKSAKDFDSVPIDGHFISVSNLKEKIFETKHLGRGTDFDLMVSNAQTDEEYPDPDTLIPKNTSVLIRRIPGRPR
MPIVTEREVTKAPENKEEDSQPAKSSFSAPDVSAMTFPEETEWDEFGNDLYAIPEVPPVQYSNQAQDAPPPNRDDEDSKI
KALIDTPALDWQQQVQDGFGFGRGFGRGMGGRMMGGRGSGRGLLERKTPPPGYICHRCKVPGHFIQHCPTNGDPNFDIKK
TKPPTGIPRSMLVPTPDGSYALPSGAVAVMKPNEAVFEKEIEGLPSNRSMNDIPPELRCPLCKEVIQDAVLTSKCCFKSF
CDKCIRSHIISKSTCACGANNVLADDLLPNKTVRETINRFLESNNSSAENAGSMLHVQDMESARPAQPKVPSPTLSAYSR
GEEMTTQPAQFKAPAPTHSASSKGEQLPPIQKDEGLGMQELASEAKDAGAPPLSLSKGRDANNVDACDATFDSMPLKAAM
PQGSAPLAEEEMQQKPSASEPGKKKKKKKARLPPNELQWRTPQDIGGENYMMPFPPPACDPYWGNMQFGMDGFMNPYGGT
MPYMGYAPGPFDPMGGMLPQDYFGGPGYMMPGFPHQRDFPDFPVGSSLAPPIVSRAEFEARKADLRRRRDSEGRVERIGS
RDPEYGRNVSNDDDISSMKSEHRMMSKGKSPDHHHRHYRHQDEKESSQERSHHHRADRESSLDRSRHHQVERESSLDRSH
HYHHRSHYHHDEREVSPERGHHHRRHRRTESPLHDAEPVRHVKRKSDRHDLPPSRDLEPVRKRRAIEQEDTVKDNGEDTA
DKKQKASVFSRISFPGETGGYKKRKVPSAGSSNLSNGYKDQPVRYANGHLNEIKRSEKVMPALDHDSSDDDERHFKRRPA
RYEPPPLAPPIEWEEDVQPSRSSRERAHNKHRDR                                              
>Acoe_020_00417                                                                 
METTVVIGVRSNKSKSSLRAVQWVLKNNHIHHIDHIILIHVIPPITSIPTPSGKHIMVMDMDADLVSIYRQDMKSKCDDI
FLPFKRLCKTKQMETLLLEDENPADALLRYISEKGCKYLVLGSSSSNYITRKLKRPDVPSTVLKFAPNTCNIYVVAGHKL
LTKLENSLSLAGTSAGHDTQREYREGADGIDSMELHCDSVESKSNKTLAESPKDISDQSLQAYSSGGSSSSTLLEDTPRT
DQLRDEIEQMQIELRTTLEMYDQACGDLVQVQNQVQSLTSECLEEARRVNDVVNREEMLRKFVAEKRQKYLEVTKEVEVS
KQLFAKEAHERHKAELIALIETFKKQETLDALFSRDKRYRKYSRDEIEFATEFFSDAKKIGEGGYGKVYRCTLDNTPVAI
KVLHTDACDKKQEFLREVEVLSQLRHPYLVLLLAACPEIGCLVYEYMENGSLEERLSCKNGTPPLPWFVRFRIACEVASG
LAFLHSSKPEPIVHRDLKPGNILLDRNYVSKIGDVGLAELMSDVVPDNVTEYRDTIIAGTLCYMDPEYQRTGTVRPKSDV
YAFGIIVLQLLTARHPKGLIMAVENAIQCGSFRDILDNSISDWPLAESEDLARIALRCSNLRCRDRPDLELEVLPILQKL
RSIADSRFQLQKHNMYTPNHYFCPILQEIMNDPYIAADGFTYEHIAIKTWLEKYSVSPVTRLKLSHTILIPNNTLRSSIQ
NWRQDKSGQKLIDEMERKMETTVVIGVRSNKSKSSLRAVQWVLKNNHIHHIDHIILIHVIPPITSIPTPSGKHIMVMDMD
ADLVSIYRQDMKSKCDDIFLPFKRLCKTKQMETLLLEDENPADALLRYISEKGCKYLVLGSSSSNYITRKLKRPDVPSTV
LKFAPNTCNIYVVAGHKLLTKLENSLSLAGTSAGHDTQREYREGADGIDSMELHCDSVESKSNKTLAESPKDISDQSLQA
YSSGGSSSSTLLEDTPRTDQLRDEIEQMQIELRTTLEMYDQACGDLVQVQNQVQSLTSECLEEARRVNDVVNREEMLRKF
VAEKRQKYLEVTKEVEVSKQLFAKEAHERHKAELIALIETFKKQETLDALFSRDKRYRKYSRDEIEFATEFFSDAKKIGE
GGYGKVYRCTLDNTPVAIKVLHTDACDKKQEFLREVEVLSQLRHPYLVLLLAACPEIGCLVYEYMENGSLEERLSCKNGT
PPLPWFVRFRIACEVASGLAFLHSSKPEPIVHRDLKPGNILLDRNYVSKIGDVGLAELMSDVVPDNVTEYRDTIIAGTLC
YMDPEYQRTGTVRPKSDVYAFGIIVLQLLTARHPKGLIMAVENAIQCGSFRDILDNSISDWPLAESEDLARIALRCSNLR
CRDRPDLELEVLPILQKLRSIADSRFQLQKHNMYTPNHYFCPILQEIMNDPYIAADGFTYEHIAIKTWLEKYSVSPVTRL
KLSHTILIPNNTLRSSIQNWRQGITSLSSMHLQHVRKLKRPDVPSTVLKFAPNTCNIYVVAGHKLLTKLENSLSLAGTSA
GHDTQREYREGADGIDSMELHCDSVESKSNKTLAESPKDISDQSLQAYSSGGSSSSTLLEDTPRTDQLRDEIEQMQIELR
TTLEMYDQACGDLVQVQNQVQSLTSECLEEARRVNDVVNREEMLRKFVAEKRQKYLEVTKEVEVSKQLFAKEAHERHKAE
LIALIETFKKQETLDALFSRDKRYRKYSRDEIEFATEFFSDAKKIGEGGYGKVYRCTLDNTPVAIKVLHTDACDKKQEFL
REVEVLSQLRHPYLVLLLAACPEIGCLVYEYMENGSLEERLSCKNGTPPLPWFVRFRIACEVASGLAFLHSSKPEPIVHR
DLKPGNILLDRNYVSKIGDVGLAELMSDVVPDNVTEYRDTIIAGTLCYMDPEYQRTGTVRPKSDVYAFGIIVLQLLTARH
PKGLIMAVENAIQCGSFRDILDNSISDWPLAESEDLARIALRCSNLRCRDRPDLELEVLPILQKLRSIADSRFQLQKHNM
YTPNHYFCPILQEIMNDPYIAADGFTYEHIAIKTWLEKYSVSPVTRLKLSHTILIPNNTLRSSIQNWRQGITSLSS    
>Acoe_022_00026                                                                 
MDLGCVGEAVLEELWSKVILRAMELVSETDDIMFEKGSFREFSKHISQLSIIFEALHTKRVEATSLKSTTVTLEALHSQL
NKACKIIKDYKSRSKLLLMLNSHSVLKQMQELTTEIAGTIALLQLANMDTTLKLKFDVDKIINNVRSVEFSSRTKTEAIA
SEIEKSIASHVINRDHTIELLHKIAEACGTSMNASLVQNELALLKQEKEELEAQKKQSEALQLSQLITFLYSSDMVLYPP
EEEFIAHQQNSFDSLSCPLYHELMMEPVTIVCGHNFERKAIQEHFRHGMISCPICKQELPSVELTPNLSLLASIKQWKQR
DMDIKFQSAVSGINSNDHGILNASLDNLQGLMEMPRYREVVSEKGLITKMVELLQRNNSNIPAVLKCLYYLSCHCDENKE
IIVEVGALSYILKCFYKGETNTNAITILLELSTNAKLQEKIGNTKYCIPLLVSMLHNDNHDVAHKAEKVLINLSSFTHFV
IKMAEAGHFKPFVFHFTEGSLETRASMAAALVDIQIGDDKIKSFEHRHFICKLVEMLSSHSPACIGACLKCINKLLLHSK
MVICFLDDTSAISQLITLLTSASVEKHWKLETIEVLRSLIANFQTSDIQKYPQLQDLQSPKNVNLFMCLATTAEPRLRLK
SLQLLIVLTEKLEIAQNLVRCNKDEIDNLFGSFNTYQPPEVRKQVIKLIYNISKKHPAGVPLPAAQAAEYAIYALVAILN
SSPDNMERSIAAGIISQLPTNEIIDQILHRSEALKTIQEVLCTIDNRHPRIRAPNEDESLLENALAALVRYTQHTNPDDQ
TQVCDFELYPSLVCILSSGSSLAKEYAAIALAHLSQSAIISTDDANIISKQSNNVSMHKRVRFFPKMFQRFSSSIPQKSM
CSIHGSSCSSKHTFCLVKADAVKPLVHTLSDTGSGAAEAALTALSTMLNDSRTLSRAVGAIVDNEGVTGIVEVLERGTLS
AKTKALNLFHKILEHTEIRNRQFQRAERILIHLLTEDTLKKRAALVLRQMKILPDQSSFF                    
>Acoe_022_00344                                                                 
MVRNDLFITVPSFFKCPISLDVMKSPVSLCTGVTYDRSSIRGGRVLPSKDFVPNHTLHRLIQIWSNSTNSNNTSSQLSPS
SNQMNFSISRQQVRDLIKKIQVRDANCFQGITRIIEFAKVCDENRKFVADVEGFVPLLVDILSNVKVDNDLKKKIVVFEQ
IIRVLDLVLMEYRDKDQLMRSMAKNRDLLASIVFILEKGNLDSRIGSVRILELIAIDTESKLRIAEKEGILNQLFQLISS
ETDSSAIEAGLSCLITISIPRRIKVKIVRFGLVQLLGKKLSLLEPSSFSIIEKILKLLETISTCTEGRTTICTDLVCVTA



IVEKILKVSKTATEHAVVIMWSVCYLFRDQSAQEAVMKSNGLTKILLIMQSNVSPSVRQMCGDLIKIFRVNSKSCLSCYD
TKTTHIMPF                                                                       
>Acoe_025_00195                                                                 
MGSSKKRWKITFSRSLPSSTHKLKPPHPPNEFICPISQSLMADPVIVSSGQTFERNCIQVCKNLNFIPILSDGSKPNFST
LIPNIAIKSTILNWCDTNKVIRPNPISINIAEKLVHSLMASQQAKTESEIESNRLPSHFRFSSEESISSSLSEILIIEEI
SNSEEEKFFIKLKTSEVSQQEEALILLRQITRNDPTIRIPLCTPRLLSALRSFIISKSSVFQVNSIAVLVNLSLEMINKV
KIVRSGSVPMLIEVLKCGSFESVEYSVSLLFSLSLDDQNKTAIGVLGGLPPLLNLVKSENHRVSHESLLALFHLSLVQSN
RSKLVKLGAVRVLFGLINTDNCSLRILCNLAMCVEGRAALLDVNAVKWLVDMMKCSSELESVVSREKCVETLYGLSCGSL
RFRGMAKEAGAVEVLSEVVERGSDRVKEKAKKMLMMIKEGDEKEKDEFEGMDWESLLMDSGEVRQSHFRQLDSPDDANLV
>Acoe_027_00332                                                                 
MEEEKGVLVQNLIDIVNEISGITDFRCAIKKQYCNLARRLKLLLPMFEEFKESKEDVSEETLKGLTSLKEGLELAKELLR
FGSEGSQIYLVLERQQIMNKCQEVTAQLEQALSEISYEKLDISDEVKEQVELVLGQFRRAKGRVDTSDVELYEDLLSIYN
KANDIDTDPAVLKRLAEKLQLMSISDLKQESLALQEMVIASGGDPGESIEKMSMLLKRIKDLVQTENPNIGDLLSNKDLP
SGIDNQASSDGNPISPVIPDDFRCPISLELMKDPVIVSTGQTYERACIEKWLEAGHGTCPKTQQTLSSSVLTPNYVLRSL
IAQWCEANGVEAPKRPGGSKTSKSTSVCSPAERAKVDTLVSKLTSGNVEDQRSAAGELRLLAKRNADNRVCIAEAGAIPL
LVGLLSTSDSGTQEHAVTALLNLSICEDNKGSIILSGAVPGIVHVLRKGSMEARENAAATLFSLSVVDENKITIGSSGAI
PALVTLLSEGSQRGKKDAATALFNLCIYQGNKGRAVRAGVVPTLMRLLTESGGMVDEALAILAILASHPEGKTAIGAAEA
VPVLVEVIRSGSPRNKENAAAVLVHLCSGDQQYLADAQGLGVMGPLFDMAQNGTDRGKRKAGQLLERISRFIEHRKQVQV
QVETHQPSHTQQTHTPSSASSVHR                                                        
>Acoe_027_00347                                                                 
MEQLNNTSGSPPLPFQPVGNYFSKLPSFNLGFQQRRKIPEISEENDDDKVYVAVGKSIEKSIDLLRWTFQRFGTQEIVLL
HVHQPSSTIPTLLGKLPLSHANEEMVSAHQREEKERCKELLFNYLNICSKAKVKATIVTIESGQIQKGIVELVNMHASKK
LVMGALLDINCMKVTNSTTKADYVSKFAPPFCKIWFVNKGKYVWTREAYADLGLYKPMHRPAERGREEWLRSNPSCRHKN
EHTGNPTYLRSDFYPNSAGVINWLQGDGDHVGVALSADESSFLNGSLQSLTRPNSSTPASGFTSVEIKVLSQLDSKLKEE
DYYNQILEARTDAVSRNNIAFTELLKRKKLESEASEANNKVKAFEAAYADEVQLRKEVEDTVANIQQEKEQVLKQIEDFS
REWQTTKRIVPVLESRCSEANCCQNEASRELELIQMSLTTLQHETKNMRRQKEQAMQHREWWRNHLQLGVSSDGDFGFIN
TSAEYKHFSLFDLQIATCNFSESFLIGQGSYGCVYKGEISDRSVAIKKLNPFNMQGTPEFQQEVEVLSKLKHARLVTLIG
ACPEALSLVYEYLPNGSIDDHLFRKTNNPLTWEKRTHIVADMSSALLYLHSREPRKIIHGNLKPKNILLDSEFNCKIGDF
MIGQLVPKKTARCPSFRGITEMESAFPYIDPELQTFQDLTPKSDIYAFGVIMLQLLTGRSPMGLASKVRRAVLCGNLTSI
LDSSAGEWPTFVARRLVELGLQCCEFNGRDRPELKPALVKGLEKLHLAEGQPVPSFFLCPILQELMYDPHVAADGFTYEG
EAIRGWLTGGRGTSPMTNLTLSHFSLTPNHALRSAIQDWLCHCMKVTNSTTKADYVSKFAPPFCKIWFVNKGKYVWTREA
YADLGLYKPMHRPAERGREEWLRSNPSCRHKNEHTGNPTYLRSDFYPNSAGVINWLQGDGDHVGVALSADESSFLNGSLQ
SLTRPNSSTPASGFTSVEIKVLSQLDSKLKEEDYYNQILEARTDAVKAFEAAYADEVQLRKEVEDTVANIQQEKEQVLKQ
IEDFSREWQTTKRIVPVLESRCSEANCCQNEASRELELIQMSLTTLQHETKNMRRQKEQAMQHREWWRNHLQLGVSSDGD
FGFINTSAEYKHFSLFDLQIATCNFSESFLIGQGSYGCVYKGEISDRSVAIKKLNPFNMQGTPEFQQEVEVLSKLKHARL
VTLIGACPEALSLVYEYLPNGSIDDHLFRKTNNPLTWEKRTHIVADMSSALLYLHSREPRKIIHGNLKPKNILLDSEFNC
KIGDFMIGQLVPKKTARCPSFRGITEMESAFPYIDPELQTFQDLTPKSDIYAFGVIMLQLLTGRSPMGLASKVRRAVLCG
NLTSILDSSAGEWPTFVARRLVELGLQCCEFNGRDRPELKPALVKGLEKLHLAEGQPVPSFFLCPILQELMYDPHVAADG
FTYEGEAIRGWLTGGRGTSPMTNLTLSHFSLTPNHALRSAIQDWLCHC                                
>Acoe_030_00084                                                                 
MEESKEIVIEILEIVKEFFGFTECKNTSKKLYCNLIRRVKLLSPLFEELKDSDKVIDQQQLIALKSLKIVLNSAKKLLQS
VNEGSMLYQALQWEDFAKEFREVTEQIEKALSGISFEKLDISEEVQEQIELVHAQFKRAKDRLDSPDIQLYMDLATAQSE
KDPDPAILKRLSEKLQLKTINDLKKESLALHEMVLSCGGDPGNILEEMSALLKKLKDSVLMENPDVHTSEKDNFVRHRSP
VIPDDFRCPISLELMKDPVIVSTGQTYERSCIQKWLDAGHRTCPKTQQTLVHSALTPNYVLKSLISQWCESNGVELPKKQ
GGCKNWKTGTSVSDCDRAAIDALLQKLSNGNAEEQRAAAGELRLLAKRNGDNRICIAEAGAIPLLVELLSSSDPRTQEHA
VTALLNLSINETNKGSIVNAGAIPDIVDVLKNGSMEARENAAATLFSLSVIDENKVAIGAAGAIPALIDLLSQGSPRGKK
DAATAIFNLSIYQGNKVRAVRAGIVVPLMKLLIDAAGGMVDEALAILAILASHQEGRVAIGQAEPVPVLVEVMRTGSPRN
RENAAAVLWSLCAADMQHLENAKEYGVEEALKELSENGTDRAKRKAANILELLNQN                        
>Acoe_030_00383                                                                 
MEISLLKALLNTISRLNHLASCNNIKAEPVQKYYQKIDEILKLLRPILDVLVDSQIASNEEVNKIFEELDGLVNEFRELV
ESWHPTASKFYFVMQVESLITKIQASCLDGLQLLSSLQQYLPDDLNPISVEHSVQKLRCIGYEQTSTVIKEAIRAEAENS
TPSSESMVKIADSLSLTTNQELLMEAVALEKVKFQAEQDENDTEAKCIDHMICLVTVMHDLLVKIKQSQSITTVPIPADF
CCPLSLELMMDPVIVASGQTYERIYIRRWLDLGLTVCPKTRQTLAHTNLIPNYTVKALIANWCETNNVTIPDPVKSMSLN
QTAALLSHADSAPRDSHIHPHSAHASTRTNHVRSNESTRSTKTNLVRSTESARSTSSSHKSSHSHGGTNTERKSLSHASS
DFDGAMNGEVGNGFGLDVGRISLGSSEERAEDRNMGSGGQSHVPSKEDNSEASGADDQFHAHSRNASVSSSVSNTEYIQG
TPGDVNEVSQGSGDLTHYNSNASGELSLDSPSRASLHPHRESEYSPRLMETRSRSHTIWRRPTERYVPRIVSASAIDTRA
DLLGIETQVKKLVEDLQSTSIDLQRAATAELRLLAKHNMDNRIVIANCGAIPLLVGLLHSTDIHTQENAVTALLNLSIND
NNKTAIANAEAINPLIHVLETGSAEAKENSAATLFSLSVIEENKVRIGRSGAIGPLVELLGNGTPRGKKDAATALFNLSI
FHENKARIVQAGAVKYLVELMDPAAGMVDKAVAVLANLATIPEGRNAIGVAGGIPVLVEVVELGSARGKENAAAALLQLC
TNISRFCSMVLQEGAVPPLVALSQSGTPRAKEKVRCEPTIQGKMSEAFAHPILIMEISLLKALLNTISRLNHLASCNNIK
AEPVQKYYQKIDEILKLLRPILDVLVDSQIASNEEVNKIFEELDGLVNEFRELVESWHPTASKFYFVMQVESLITKIQAS
CLDGLQLLSSLQQYLPDDLNPISVEHSVQKLRCIGYEQTSTVIKEAIRAEAENSTPSSESMVKIADSLSLTTNQELLMEA



VALEKVKFQAEQDENDTEAKCIDHMICLVTVMHDLLVKIKQSQSITTVPIPADFCCPLSLELMMDPVIVASGQTYERIYI
RRWLDLGLTVCPKTRQTLAHTNLIPNYTVKALIANWCETNNVTIPDPVKSMSLNQTAALLSHADSAPRDSHIHPHSAHAS
TRTNHVRSNESTRSTKTNLVRSTESARSTSSSHKSSHSHGGTNTERKSLSHASSDFDGAMNGEVGNGFGLDVGRISLGSS
EERAEDRNMGSGGQSHVPSKEDNSEASGADDQFHAHSRNASVSSSVSNTEYIQGTPGDVNEVSQGSGDLTHYNSNASGEL
SLDSPSRASLHPHRESEYSPRLMETRSRSHTIWRRPTERYVPRIVSASAIDTRADLLGIETQVKKLVEDLQSTSIDLQRA
ATAELRLLAKHNMDNRIVIANCGAIPLLVGLLHSTDIHTQENAVTALLNLSINDNNKTAIANAEAINPLIHVLETGSAEA
KENSAATLFSLSVIEENKVRIGRSGAIGPLVELLGNGTPRGKKDAATALFNLSIFHENKARIVQAGAVKYLVELMDPAAG
MVDKAVAVLANLATIPEGRNAIGVAGGIPVLVEVVELGSARGKENAAAALLQLCTNISRFCSMVLQEGAVPPLVALSQSG
TPRAKEKAQALLSYFRNQRHGSAARG                                                      
>Acoe_034_00024                                                                 
MAKTGVLDSDAVVMMKVTELKKELERLVKAIVIDEEDFCKEEVFDRGIETMLALKDWKFKKSLKFPQHFRCPISNELMRD
PVILATGQTYERQFIQAWLDAGFRTCPQTQQVLSHTNLIPNNLVQDMISQWCKDRGIELPKPVQSTHDQCITKGEKECFD
SLIKKVVSPSLPEQKLAAKELRSLTKRMPSFRTLFGENRDAIPKLLRPLSMCRADFHPDLQEDLITTVLNLSILDENKKL
VAETSEAIPLLIESLRTGTIETRTNAAAALFTLSALDSNKSIIGLAGALKPLIDLLEEGHQLAMKDAASAIFNLCILHEN
KARAVRDGAVKVIMQKIKDRVHVDELLAILAILSGHQKAVEEMSELGAVSCLLSIIRENTCGRSKENSIAILYSISYNDR
SKLREIREEENVNGTISQLTQNGTSRARRKANGILERLNRTAVPTHTAMTYERQFIQAWLDAGFRTCPQTQQVLSHTNLI
PNNLVQDMISQWCKDRGIELPKPVQSTHDQCITKGEKECFDSLIKKVVSPSLPEQKLAAKELRSLTKRMPSFRTLFGENR
DAIPKLLRPLSMCRADFHPDLQEDLITTVLNLSILDENKKLVAETSEAIPLLIESLRTGTIETRTNAAAALFTLSALDSN
KSIIGLAGALKPLIDLLEEGHQLAMKDAASAIFNLCILHENKARAVRDGAVKVIMQKIKDRVHVDELLAILAILSGHQKA
VEEMSELGAVSCLLSIIRENTCGRSKENSIAILYSISYNDRSKLREIREEENVNGTISQLTQNGTSRARRKANGILERLN
RTAVPTHTA                                                                       
>Acoe_034_00353                                                                 
MDTKSVKCLINSISRFIHLVACQTVKMVPIQKDYRNMVDLLKLLKPVLDEVIDSNILVDEMLVKEIEDLDMVINEARDFL
EKWNPKMSKILSVLQSELLAIKIQNFSIDICHILCIMLQSSSLTSQLVSVKHCLQELQCSDQERISDLIKSALRDQKDTL
TPHDEIVIKISESLGLTSNQELLMESLALEKEKARAQLKELDLIDQIVDLIEHIRNYMAKLEHFGAINGLSIPPYFRCPL
SLGLMLDPVIVASGQTYERAFIQKWLDHGVAVCPKTRQSLVHTNLIPNYTVKALIANWCEDNKIRCCDTVNGKNISTMPL
ARHVHPQDYTRAESFPCSFNSNNSTPRSSLEAGNRSQKVEDSSKYNEDSNTSNTMAIPKCDQLSPEQSYIHSRSESASSA
ISSIDYLPPAFASGLTEVSGLSSKHGNVSDLFGEVTSNCSISSPSKESGFSPWVSGKKHHSSKAITTVVGTGSSHQRSLS
LPFSDSGFDDLTSSSHVEKLVEDLKSKRSDRQTTAAEELRLLAKHNMDNRIIIAHCGAIPPLVSLLYSAEKLTQEHAVTA
LLNLSINENNKIVIAEAGAIEPLIYVLKSGNTVAKENAAASLFSLSVLEEYKIRIGRSAAVKALVDLLGSGTLRGKKDAA
TALFNLSIYHENKARIVQAGAVKYLIGLMDPDTGMIDKCVALLANLSTIPEGRLVITREGGIPLLVEVVEMGSQRGKENA
ASILLQLCFNSQKFCTLVLQEGAVPPLVALSQSGTPRAKEKAQQILSHFRNQREGSAGKAK                   
>Acoe_036_00067                                                                 
MASQQQQQQHEIPDDFKCPISLEIMADPVILSSGHTFDRSSIQRWIDSGNRNCPLTKQPLPRHFTLIPNHALRSLISNFT
LGSSNSNSISSSSSSSNSKSPKPQTLLSTLTSTGSSTSCCSIELKIDSLSQLNRLCKKSNSVFRQRFMESGGVSAVLNTC
VVSENTTLKELGLTLLLNLSLDNDDNKVGLVAEGAISRVVGALKGGNSNCRAYAATLLTSLAMVEVNKGSIGAYPSAITT
LVSLLRDGKRREKREAATALYVLCSFPDNKKRVVECGAIPILVEMVGLGFERAVEVLELLTKCKEGREEIGRIDGFVAVF
VQVLQSGSSRCVVHALSALASLCSYSEELGWEVMRQGGLEICLRLVEDDNEKTCRKASTLMQTLRKCQLKFKTLN     
>Acoe_037_00253                                                                 
MMNSNTIVSASFVPASEVLSQLVDFILSIVNSANDVLIEKKSFSELKSYLERIAPILRELSEKNIHNSQSLINATEILAH
QLKVAKQLIEECSTRNRVYLFVNCRRIVKRLEDTTREISRALGLIPMASLDISSGIKEEMNNVCEDMRRAEFCAAIAEEE
IMEKIESGIQERTFNRSYANKMLILIADAIGIPTDRTALKKEFEEFKNEINDVQSRKDKAEAIQMEQIIALLGRADATSS
PEEKERKYLDRRNSLGSQPLEPLQPFYCPITKDVMVDPVETSSGQTFERSAIVKWLAEGNRLCPLTMTPLNPEILRPNRT
LRQSIEEWKDRNNNIIIASMKLSLLSHDEQEVLHLLGQLQDLCEEKDSYREWVVLESYIPLLIGLLKSKYHEIRKKALLI
LCLLAKDGDDIKEKIADVENAIGSVVNSIGRRSLSKLAVALLLELSKNGAVCERIGKVQGCILYLVNNLSSDDLQAAGDA
KELLQNLACRDENIIEMAKANYFKHLLERLSSGPEDVKLIMAATVAELELTDHNKTALVEEGVLEPLLYLLSQSNACMKK
VAVKALQNLSSVPQNAFQMIRKGVVVPLLDLLCRHSLTAPSLKEEAAATIMNLSLSTTVHEVGQVQLSLLENDDDIFRLF
SLINMTGPHVQQTILRTFNALCQPPSATDMRSKLRQHSALQVLIQLCEMDDFIVRANAVKLFYCLTQDGDGGTLSENISQ
KCITTLLKVMNSSNDEEEIASTMGIISNLPMDHVQITEWLLEAGALPVIFKFLTDGNYNGLHKNQLIENAVGSICRFTVS
THQEWQKQAAHLGIISSLVQLLGFGTPLTKKRVAISLAEFSTSSTGLSRPIERRGGFWCCSAPSEIGCPVHMGICTVESS
FCLVEAGAINPLARVLGESDLGACEASLKALLTLIDGEKLQNGSKVLDEANAIAPVIRLLSSPSVHLQEMALNALERIFG
RVVGFKQKYGASAQMPLIDITQRGTNAMKSLAACTLSHLDVLHQQSSYFMMNSNTIVSASFVPASEVLSQLVDFILSIVN
SANDVLIEKKSFSELKSYLERIAPILRELSEKNIHNSQSLINATEILAHQLKVAKQLIEECSTRNRVYLFVNCRRIVKRL
EDTTREISRALGLIPMASLDISSGIKEEMNNVCEDMRRAEFCAAIAEEEIMEKIESGIQERTFNRSYANKMLILIADAIG
IPTDRTALKKEFEEFKNEINDVQSRKDKAEAIQMEQIIALLGRADATSSPEEKERKYLDRRNSLGSQPLEPLQPFYCPIT
KDVMVDPVETSSGQTFERSAIVKWLAEGNRLCPLTMTPLNPEILRPNRTLRQSIEEWKDRNNNIIIASMKLSLLSHDEQE
VLHLLGQLQDLCEEKDSYREWVVLESYIPLLIGLLKSKYHEIRKKALLILCLLAKDGDDIKEKIADVENAIGSVVNSIGR
RSLSKLAVALLLELSKNGAVCERIGKVQGCILYLVNNLSSDDLQAAGDAKELLQNLACRDENIIEMAKANYFKHLLERLS
SGPEDVKLIMAATVAELELTDHNKTALVEEGVLEPLLYLLSQSNACMKKVAVKALQNLSSVPQNAFQMIRKGVVVPLLDL
LCRHSLTAPSLKEEAAATIMNLSLSTTVHEVGQVQLSLLENDDDIFRLFSLINMTGPHVQQTILRTFNALCQPPSATDMR
SKLRQVLIQLCEMDDFIVRANAVKLFYCLTQDGDGGTLSENISQKCITTLLKVMNSSNDEEEIASTMGIISNLPMDHVQI
TEWLLEAGALPVIFKFLTDGNYNGLHKNQLIENAVGSICRFTVSTHQEWQKQAAHLGIISSLVQLLGFGTPLTKKRVAIS



LAEFSTSSTGLSRPIERRGGFWCCSAPSEIGCPVHMGICTVESSFCLVEAGAINPLARVLGESDLGACEASLKALLTLID
GEKLQNGSKVLDEANAIAPVIRLLSSPSVHLQEMALNALERIFGRVVGFKQKYGASAQMPLIDITQRGTNAMKSLAACTL
SHLDVLHQQSSYF                                                                   
>Acoe_038_00007                                                                 
MEISLLNTISQLNHLASCNNIKAEPVQKYYQKIDEILKLLRPIRISSNEEVIKIFKELDGVVNVTDVSLFDHHNQRPHNQ
HKTDSNPFPSGIVNQPPHYLECSVRSISQLPNVSHQDYACTYLQCQLHAQCRVFRELVESWYPTASTFSLITRIQASCLD
GLQQLLSSLHQYHLPDHDLNPISVENSVHKLQCIGYDEQTSTVIKEPVRTEAENSTPASSEIMVKFQAEQDENDTEAKCI
DHMICLVTVMHDLLVKIKQSQRITKVPIPPADLSCPLSLELMMDPVLLASGQTYERIYITRWLNLALTVCPKTRQTLANT
NLIPNYTVKALIVNWCETNNVTIHPDPVKSMNINQTAALLSHADSAPSDSPIHPHSAYPSTRTNHVRSNESTSSSTKTNI
VTSTESARSTSSSSHKSTHSHGGSNTERKSLSHARSDFDGALNGEVGNGFGLDVGRITLGSSEERADDRSIDSGGQPLVP
SKEDNLEASGADDQFHAHSRNASVSSSVSNTEYIQGTPGDVNEVSQGSGDLTHYSSNASGQLSLDSPSRASLHLHRESEF
SPTLMETGSRNHTIWHPPTERYIPRIVSASAIDTRADILGIETQVKKLVGDMQSMYVDLQRAATAELRLLSKHNTDNRIV
IANCGAIPLLVGLLHSKDIHTQENAVTALFNLSINDNNKTVIANADAIDPLIHVLGTGSVEGKENSAATLCSLSVIEENK
VRIARSGAIIGPLVELLGNGTPRGKKDAATALFNLSIFHENKARIVQAGAVVKYLVELMDPAAGMVEKAVAVLANLATIR
KGQKAIGVAGGIPVLVEVIELGSARGKEHATAALLQLCTNSNRFCSMALQDGAVPPLVALSQSGTPRAKEKAHALLGYLR
NQQRGHAARG                                                                      
>Acoe_039_00042                                                                 
MASAAIFSSLRRRRSPSLEAFLAPVYLNEITLVQTLASISGELVSTFSNHSFSLQRKNSRSLIRKIEIFVVLFEYLRDSS
IKVPSSAMLCFKEFYLLVYRSKILLDYCLQSSRLWLLLQNSSISGHFHDLNQEISTLLDVFPLKEIDVSQDVYEQIELLK
KQSRRAKLFIDQRDEALRIQLFSFLDEFEKGRIPNRLELRVFLIEKLGIRDVKICRAEIEFLEEQIYNHEGDVEPTVSVL
NGFVALTRYCRFLLFGFKEEEEEAKGGETSFGNRKKPRKGLISQEIGDTFLTVPKDFCCPISLDLMQDPVIISTGQTYDR
YSIARWMEEGHSSCPKTGQMLAHTRLVPNRALRNLISQWCTAHGIPFDALENTDMSMEVVALAASTKAAIEANKATAELL
IQQLSNGSQGAKTVAARELRLLAKTGKENRACIAEAGAIPLLHKLLPSPNPIAQENSVTAILNLSIHDKNKSRIMEEAGC
LGAIVEVLRFGLTTEARENAAATLFSLSAVHDYKKRISEETGAVEALVGLLREGSSRGKKDAVTALFNLSTHVDNCTRMI
ESGAVAALVGELGTEGVAEEAAGALALLVRQPIGAEAVGKEEMAVTGLLGMMRRGTPRGKENAVAALLELCRSGGTATTQ
RVVRAPALASLLQTLLFTGTKRARRKAASLARVCQRCQAATLPMGSWGVGYTLGYTLTGNSTTNHSSSFAGDVTVPVSIS
VPVL                                                                            
>Acoe_040_00044                                                                 
MDVAEVEESLFAASDAKLHREMCRVLSAIVCKVLEIFPDIEAARPRSKSGIQALCSLHIALEKAKNLLQHCSMCSKLYLA
ITGDSILLKFEKAKYSLEESLRRVEGIVPEAIGCQISEIINELEGTVFLLDPLEKQVGDEVIALLQQDRKINSNCNDTNE
LEIFHQSASRLGITSSRAALTERRALKKLIDRARAEEDKRKESIVAYLLHLMRKYSKLFRSEFSDDNDSQGSAPCSPTVQ
GSCDEFSGHGANGHAFDRQFSKLSSFNFRSSFNFKPNGRRSGQMPVPPEELRCPISLQLMYDPVIISSGQTYERVCIEKW
FNDGHSTCPKTQHQLAHLCLTPNYCVKGLIAGWCEQNGIPVPNEPPDSLDLNYWRLALSECESTNSRSIGSIGSCKLKGV
KVVPLEESGIQEDEGNEMEDVSGQECEMDMFERYKNLLATLNDGEDMNIQCQVVEKIRLLLKDDEEGRIFMGSNGFVEAL
VRFLTSAIHERHDKAQEIGSMALFNLAVNNNRNKEMIISAGVIPLLEEMILDANCCEPATALFLNLSCLEAAKSVIGSSQ
AVPFLVQLLQTNSSPQCKLDALHTLYNLSTLMSNIPCLLSAGIIDGLQAVLTNPISQWVERTIAVLNNVAADKSGKEEIM
SAPGLVSGVAAILDTGEPIEQEQAVSCLFILCNEDENCIEMVLQEGVIPSLVSISVNGTTRGKEKAQKLLMLFREQRQRD
PLPVASQQQQQPEEESTDDVPPAAESKPLCKSSTRSKRIGRGFSLIWKSKNFSVH                         
>Acoe_044_00152                                                                 
MEKESKVDPSMETPLYFRCPISMEVMKEPVTVSTGVTYEKKNIEKWLYSYKKKTCPATMQALENFNLTPNHTLKRLILTW
QAKESKSVVASPLSTSVKHDELVALLATIGSTPFMVTSLKKLRAIVEMDDEIKLDFVQSGGIEVLSRIIVQGLVDFSDFI
AFRSCEEALGILYQVPLASEASIELLSQPECMKSMAVMLQRGSAEARLHTITIFRNMAKTEYNWSGVVHDQGMDLFSSLL
ELVSDEINNKASSCALDVLIEILRASKKNRLKAIESGAMCILIELLPDSNKSKCERMLLIIKLLCECAEGRLALVDHSLG
IVAISKKILRVSEVTTRLGIKILWLISSFHPTEKVLEEMLMFGSVRKLLGLLHIDGRSSTKDKAMKIIKLHGDKWRKYPC
FPNELRDYLGLKHDHTS                                                               
>Acoe_045_00199                                                                 
MASPSSGFLPTGSLIESLVHISNEVSSINKLPFVQMRNIGTMVRRIKLLSSLFEEIRDTNSPFPPSSILCLTELFSVIRR
VKLLIQECSEGSSLWNLVQTDFVSKQFHVLVKEMGKALDILPLSLLDVTPDIREQVELIHKQTKRANVIVDALECQRREE
LLQVMTINNEKNSKKRGNVDWKKVEEIMCDIGLRNAADFDEEISRLETEARKQAGTGGLIVVSNINNLVSLVSYSKSIIF
RDEHFEKTQQDFDQGLHALLKNYDNSSSFSSKSTTFTIPDEYRCPVSLDLMQDPVIVASGHTYDRSSIAQWINSGHHSCP
KSGQKLIHMALIPNYALKSLIHQWCQENNIPLTEPSSSSPSSAQLERSSSKRRLSEKAIDHISATKTATDAVRMTAEFLV
GKIATGSPEVQKQAAYELRLLAKTGMDNRRIIAEAGAIPFLVTLLSTHDPRIQENAVTALLNLSIFDNNKVLIMAAGAID
NIIEVLQSGKTMEARENAAAAIFSLSMIDDCKVAIGARPRAIPALVGLLKDGTTIGKRDAATALFNLAVYNANKASVVIA
GAIPLLIELLMDDKAGITDDALAVLALLSGCSEGLEVIRENRVVVPLLIDLLRFGSPKGKENSITLLLGLCKNGEEVPRR
LLIHPHSIPSLQSLVSDGSLKARRKADALLRLLNRYCSQSHIG                                     
>Acoe_045_00206                                                                 
MENGLNSSQLVFQEDHNNNLQFNCSGAAGGGGGGGVGGGTSSQATQRRVGVGVGLGVSVSESGRKTREMSSFVGEKNMFS
IEGGGGGGGEQRFFGNQSSEFRRNIYESSTQVRQDRRENPNWNHNGSSDGSDGDEDDDDDDDVDDDDDVEEGDGEVEGLI
NLGNNKNDNSSGSVHSTSDKLREKRNLLQKHHSSLGSSRGFLGKDGNGVHTGNNIRGSSTDHQQGRINHYNNAVTVAVPD
MYYSQFLQGPDGSSPGQKEIGENGCGFSGGKEGSLSLDSGEPLRAILSDPITGTLMDDAMILPCGHSFGSAGLHHVIRMK
ACYTCSQPVTEDLVAPNLSLRCAIQAFRREEELHSSRASKRRRERFEQDKSSSGDLSMHLSRGKGVQFPFAVTDRVIIKG
NKRTPLRFVGREAVVTTQCLNGWYVVKTLDNAESVKLQYRSLARVPESPASNMLSICICLLYTVGSSFKLHNLLEAQRLT



IKGCMENGLNSSQLVFQEDHNNNLQFNCSGAAGGGGGGGVGGGTSSQATQRRVGVGVGLGVSVSESGRKTREMSSFVGEK
NMFSIEGGGGGGGEQRFFGNQSSEFRRNIYESSTQVRQDRRENPNWNHNGSSDGSDGDEDDDDDDDVDDDDDVEEGDGEV
EGLINLGNNKNDNSSGSVHSTSDKLREKRNLLQKHHSSLGSSRGFLGKDGNGVHTGNNIRGSSTDHQQGRINHYNNAVTV
AVPDMYYSQFLQGPDGSSPGQKEIGENGCGFSGGKEGSLSLDSGEPLRAILSDPITGTLMDDAMILPCGHSFGSAGLHHV
IRMKACYTCSQPVTEDLVAPNLSLRCAIQAFRREEELHSSRASKRRRERFEQDKSSSGDLSMHLSRGKGVQFPFAVTDRV
IIKGNKRTPLRFVGREAVVTTQCLNGWYVVKTLDNAESVKLQYRSLARVPESPASNMLSSSSFKLHNLLEAQRLTIKGCM
ENGLNSSQLVFQEDHNNNLQFNCSGAAGGGGGGGVGGGTSSQATQRRVGVGVGLGVSVSESGRKTREMSSFVGEKNMFSI
EGGGGGGGEQRFFGNQSSEFRRNIYESSTQVRQDRRENPNWNHNGSSDGSDGDEDDDDDDDVDDDDDVEEGDGEVEGLIN
LGNNKNDNSSGSVHSTSDKLREKRNLLQKHHSSLGSSRGFLGKDGNGVHTGNNIRGSSTDHQQGRINHYNNAVTVAVPDM
YYSQFLQGPDGSSPGQKEIGENGCGFSGGKEGSLSLDSGEPLRAILSDPITGTLMDDAMILPCGHSFGSAGLHHVIRMKA
CYTCSQPVTEDLVAPNLSLRCAIQAFRREEELHSSRASKRRRERFEQDKSSSGDLSMHLSRGKGVQFPFAVTDRVIIKGN
KRTPLRFVGREAVVTTQCLNGWYVVKTLDNAESVKLQYRSLARVPESPASNMLSSKAIPNWLMENGLNSSQLVFQEDHNN
NLQFNCSGAAGGGGGGGVGGGTSSQATQRRVGVGVGLGVSVSESGRKTREMSSFVGEKNMFSIEGGGGGGGEQRFFGNQS
SEFRRNIYESSTQVRQDRRENPNWNHNGSSDGSDGDEDDDDDDDVDDDDDVEEGDGEVEGLINLGNNKNDNSSGSVHSTS
DKLREKRNLLQKHHSSLGSSRGFLGKDGNGVHTGNNIRGSSTDHQQGRINHYNNAVTVAVPDMYYSQFLQGPDGSSPGQK
EIGENGCGFSGGKEGSLSLDSGEPLRAILSDPITGTLMDDAMILPCGHSFGSAGLHHVIRMKACYTCSQPVTEDLVAPNL
SLRCAIQAFRREEELHSSRASKRRRERFEQDKSSSGDLSMHLSRGKGVQFPFAVTDRVIIKGNKRTPLRFVGREAVVTTQ
CLNGWLVTLICAFKYPVFYLLCTWLFFL                                                    
>Acoe_049_00110                                                                 
MMALEIPLGTVLALLIKQVVKTAQAAKDVVIQKESFKVLSQHLSDIEPVLRELQLRELIDSQAARIALDFLAEDVKKAND
LVEKYKNRARFYLLLKCRHIVKEIQDVTRDIGRSLAALHLASAGILTDVSEQVNRLHNEMQIAQFEASQIQLQIVQKLDQ
GLKEQKVDQGFANDILAEIAKAVGVAIEPSEISRELASFRQEKEEAAVQKNRAEEYFLQQVIELLSRADAARDQEEIKKH
YFQRIKTIEKTSEEYIPAYPSFICPIEGRHVMVDPVNLCTGTTCEKEAIEAWIKNGKRIDPKTGEPLEDLSLSSNHLLRK
SIEEWRELNYCLGIRSAKRKLQSEMDSDVEEALIKMQNIMTENPITKDWISIEGLVDICLSILGSSRNRDIKWRVLTVLK
TTVEGHTTNKEKVIETQGIDHIAPCLGRSSKVSNAAVELLFDLLQDDKGWNSSACRKLSEQSSAILFLVMLMNTTESVDK
AERILLKLCNDDDANVIRAAKANWYKPLIDRLVQGPETSRLLMVKTVVQMELVDESLKCLGEAGAIPPLLEMVSGNLESK
ENALSALVKLSTCHENKKLIASSGGVRLILDILLSSQVRSKIIARCCEILERLSSNDDGTAFFVDADGNCLELDQIVIVL
LEFQKRPNVRKPALHALLGICKSQQSIVMNKVVIANGVSVILPMLDDSDQEIQEASLNLLYRISHHEPQGIVEFLLLQGG
LDKLVGFLKNDSKKNAQMAAVGLLANLPKSETDLTKKLIESDALQSMVNILRSGTIEAKENALSALSRFTDPKSLESQRL
LVDLGLYPLLLSFLQSGTLTAKARAAALIGNLSLSSPKLTVISKSSSCWCFRNTHVATCKAHGGICSVTSTFCMLQADAL
PELVRLLHEKVHATAYEALQALFTLVSEDKYHRGALVLHEAKAISPILEVLSWGRPSLKEESLLILEKVFVTRKMVELYG
AGARLHLITLTTRNIHEDDALKSKATRVMMQLERYSRSSMSMPLVMMALEIPLGTVLALLIKQVVKTAQAAKDVVIQKES
FKVLSQHLSDIEPVLRELQLRELIDSQAARIALDFLAEDVKKANDLVEKYKNRARFYLLLKCRHIVKEIQDVTRDIGRSL
AALHLASAGILTDVSEQVNRLHNEMQIAQFEASQIQLQIVQKLDQGLKEQKVDQGFANDILAEIAKAVGVAIEPSEISRE
LASFRQEKEEAAVQKNRAEEYFLQQVIELLSRADAARDQEEIKKHYFQRIKTIEKTSEEYIPAYPSFICPIEGRHVMVDP
VNLCTGTTCEKEAIEAWIKNGKRIDPKTGEPLEDLSLSSNHLLRKSIEEWRELNYCLGIRSAKRKLQSEMDSDVEEALIK
MQNIMTENPITKDWISIEGLVDICLSILGSSRNRDIKWRVLTVLKTTVEGHTTNKEKVIETQGIDHIAPCLGRSSKVSNA
AVELLFDLLQDDKGWNSSACRKLSEQSSAILFLVMLMNTTESVDKAERILLKLCNDDDANVIRAAKANWYKPLIDRLVQG
PETSRLLMVKTVVQMELVDESLKCLGEAGAIPPLLEMVSGNLESKENALSALVKLSTCHENKKLIASSGGVRLILDILLS
SQVRSKIIARCCEILERLSSNDDGTAFFVDADGNCLELDQIVIVLLEFQKRPNVRKPALHALLGIYDSDQEIQEASLNLL
YRISHHEPQGIVEFLLLQGGLDKLVGFLKNDSKKNAQMAAVGLLANLPKSETDLTKKLIESDALQSMVNILRSGTIEAKE
NALSALSRFTDPKSLESQRLLVDLGLYPLLLSFLQSGTLTAKARAAALIGNLSLSSPKLTVISKSSSCWCFRNTHVATCK
AHGGICSVTSTFCMLQADALPELVRLLHEKVHATAYEALQALFTLVSEDKYHRGALVLHEAKAISPILEVLSWGRPSLKE
ESLLILEKVFVTRKMVELYGAGARLHLITLTTRNIHEDDALKSKATRVMMQLERYSRSSMSMPLV               
>Acoe_056_00056                                                                 
MATQKPQRSRAEREDVILQKILLISLVESMNRDPRVIYLEMTAAELLSEDKPLMLCYDLLDRVLIGRLSGEFPGAESPFT
YLVGCYRRAYEEGKKISSIKDQTLSSELEFVVRQVKKLAVSYCRLHLGSPGMFPDNDDSNANKSAGSPLLSLIISDSLNS
IDCYGTSTGQNCPPGFLEEFFRDSDYNSLEPIYRVLYTDLSKSVVKISALGNFQQPLRALIMLSSFPHGAKALVNHPLWI
PKDGFVNGRIMEIQSILGSFFHVSAIPDNILFKTEPDVGQQCFSAASTHRSADILSPFATIKSVMTNLHDGLGEVLLSLL
KNTDTRESVLEYLAEVIKKNSARAHIQVDPLACASTGMFVNLSAVMIRLCDPFLDANLTKRKKIDPRYIFSNTRLNLREL
TALHASSEEVGAWIDKESLDSRNQSNGENRILQSQDASNSGNKAASLLAVSRVGNPMSSCDEKPKYTFISECFFITARVL
NLGLIKAFSNYKNVAQDLSRTEETLSQLKSMQEQAPSSQLELEIARLEKETELHSQEKMCYEAQLFRDATLLRRALDFYR
LMVVWLVDLVGGCKMPLPSSCPMLFACMPEQFVEDGMELLVFASKIPRAFDGFLLDDFMNFIIMFMASPEFIRNPYLRAK
MVEVLKCWMPNRRSGSSSTATLFEGHQLSLEYLVRNLLNVYVDIEFTGSHTQFHDKFNIRHNIAKLLEYLWQVPSHRNAW
RQIAREEEKGVYLNYLNFLINDSIYLLDESLNKILELKEMEDEMYDSAVQERRPAQERWERTRQFHSQENIIRIDMKLAM
EDVGMLAFTSEEITAPFLLPEMVERVANMLNYFLLQLAGPQRKSLSLKDPEKYEFRPKELLKQIVRIYIHLARGDRENIF
PAAISRDGRSYNEQLFTAAADILRRIGEDGGVIHEFVELGEKAKAAASEAMDAEAALGEIPDEFLDPIQYTLMKDPVILP
CSRIIIDRPVIQRHLLSDSSDPFNRSPLTQEMLKPDVELKARIEEFTGRAAMQTVLVGMNLID                 
>Acoe_060_00072                                                                 
MPMFEVSSRRRDGDVRFDVGGGGHVLDLDTAVKDGVLGGGGGVCVGVGEKFDLKKMIDELDLSDVPAVFICPISLEPMQD
PVTLCTGQTYERSNISKWFSLGHFTCPTTMQELWDDSVTPNKTLYHLIYSWFSQRYLLMKKRSEDVQGRASELLESLKKV
KGQARVQTLKELQQVVVAHTSARKTVVDEGGVSLISSLLGPFTSHAVGSEAIGILVHLTLDSEAKTNLMQPAKISLMVDM



LNEGSLETKISCTRLIEMLMDEKDFRSEIVSSLSLLVGLLRLVKDKRHSNGTSAGLSLLKTICSHKQLRNQVVSIGAVPQ
LVELLLSLNPDGLESALYILDALSTLPEGKSALKDCPKTIPNLVRLLMRISESCTQYALSILWAVCKLAPEECASLAVEA
GLAAKLLLVIQSGCNPILKQRSAELLKLCSLNYTATIFISKCKLTRTIQ                               
>Acoe_062_00037                                                                 
MEEAMEIVNHLFDIVKEISVYPECRNMSKRLYSNLVRRVKLLSPLFEELKDSEGVVGEEQLPALVSLVVALDSAKEILQS
VNRGSKLCQALHEEDIAKNFQEVTEQIEKALTEISYRKLHISEEVQEQTELVHTQCRRAKERMDSPDSQLQTDLAMAQKD
KEPNIAVLRRISEKLQLQTITDIKKESLALHELAISTEGDTGDCLEDMSSLLKKLKEFLLFDRLDADTSERENSFMNHRS
PVIPDDFRCPISLELMKDPVIVSTGQTYERSCIRKWLDAGHRTCPKTQQTLLHTALTPNYVLKSLIIQWCESNGVELPRK
QGNCRNKKSSSSVSDCDREAITTLLQKLMNGNSEEQRAATGELRLLAKRNSDNRVCIAEAGVIPLLVELLSSPDPRTQEH
AVTALLNLSIHEPNKGNIVNAGAIPDIVNVLKNGSMEARENAAATLFSLSVIDENKVAIGAAGAIPALINLLCQGSPRGK
KDAATAIFNLSIYQGNKVRAVRAGIVAPLMRLLMDNGGGMVDEALAILAIIASHQEGKAVIGQAEPIPVLIEVMKTGSPR
NRENAAAMIWSLCAGDVQHIKIAKELGAEETLKELLEHGTDRAKRKARNLLELVERTDGVIEKS                
>Acoe_064_00010                                                                 
MGSSKKRWNITFSRSLPSSTHKLKPPHPPNEFICPISQSLMADPVIVSSGQTFERNCIQVSKNLNFTPILSDGSKPILST
LIPNIAIKSTILNWCDTNRVILPNPISINIAEKLVHSLMASQQAKTESEIESISQQEEALILLRQITRNDPTIRIPLCTP
RLLSALRSFIISKISVLQVNSIAVLVNLSLEMINKVKIVRSGSVPMLIEVLKCGSFESVEYSVSLLFSLSLDDQNKTAIG
VLGGLPPLLNLVKSENHRVSHESLLALFHLSLVQSNRSKLVKLGAVRVLFGLINTDNCSLRILCNLAMCVEGRAALLDVN
AVKWLVDMMKCSSELESVVSREKCIETLYGLSCGSLRFRGMAKEAGAVEVLSEVVEKGSDRVKEKAKKMLMMIKEGDEKE
KDEFEGMDWESLLMDSGEVRQSRFRQLDSPDDANLV                                            
>Bdis_1g16140                                                                   
MASPTTPAPSPSRPQRTPDEVEDIILRKILLVSLTPPSSPNPAVAYLELTAAELLSESRPLLALRDAAERILIDRLSLPD
PPASSPSPFAFLAAAFRRAADEARKISTIRDAALQARLKASIAHIRGLILSYARIVAGNPDTFPSPPNAPHPAAELLIFL
LAEAADPLDPTPSPGAPPPPGFLDELLGNVEYETIEPVMGELYERLRQRVEKVSALGDFQRPLRVLRRLVGIPNCARALV
EHPKWIPKNQIMLIGEGRVMEISSLLGGFFHVSAIPDREFSGEPDVGKQCFSEASSRRQADLLSSFATIKSVMNSLQDGL
RDILLVLLKNLDTREKVLEYLAEAINKNAGRSRMQVDPLKCASSGMFVNLSAVMLRLCEPFLDKMESKKDKIDVKYLFCN
DRIDFKNLTAINASSEEVSSWIESWSQEHAQDNVSGEARFVESQEATSSGKNSSVSLPSKAGALARCSKKENFSFICECF
FMTARVLNMGVMKAVADFKHISQDLARCEDDLESNKAMRDQGGNSAQLDQDIERLEKIVESLSQDKLCYEAQILRDGAFL
QRALSFYRLMILWSVDLVGGFKMPLPSQCPKEFSCIPEHFLDDAMDLLALTSRIPKALEGFPLDDFLNFNIMFMASSYIK
NPYLKAKMVEVLNCWMPQRSGLKSTASLFEGHQLCLDYLVKNLLKLYVDIEFTGSHTQFFDKFNIRHNIAELLEYLWDVP
SHRNAWRQIAKEEEKGVYLNFLNFLINDSIYLLDESLNKILELKEIEAEMANTVAWNNRPAQEREERLRVFHQSENIVRF
DMKLANEDVGMLAFTSEQIPAPLLLPEMVERVASMLNYFLLQLAGPQRKSLTVKDPEKYEFKPKQLLKQIATIYVHIARG
DKEAVFPAAISKDGRSYNEQLFASAANILWKIGVDPQIIQEFMQLAGKAKAAASEAMDAEAILGDIPDEFLDPIQYTLMQ
DPVILPSSRVTIDRPVIVRHLLSDSTDPFNRSHLTQDMLIPDTDLKSRIDEFVRSQQSRKRPAADSEIGEPDGAADMVE*
>Bdis_1g20170                                                                   
MENFSPSTLLNSISHLSVLTSDGSTARPKPIQKYCQNVCDISSIVSPLIEEICKSPDEQLNEVLRDLDTAINEASGLIGN
WQQTTSKIYFVWQIESVISDIQGCSLQLCQLANSLLPSLTGCACICIEKLQDINYEHMFDLVKEVAIELTMGTQSHENLL
KVSVALSLSTNLELYMEAVSLENLKARAIRSENREELDLVEQMIPMVNYMHERLLRETKLLSNYPVSVPGDFCCPLSLEL
MSDPVIVASGQTYERVYIKLWLDEGFTICPKTRQRLSHSNLIPNYTVKALIANWCELNDIKLPDPVKSLKLNFPSAASST
QDLSATGNSPLHPSVARGNNIPGSPETEIYMRSLNRASPPSVVHQNFDASVNRPGHETSTNQSSEYTNGSADIARLSLAS
SEARDSLVERQAGSHLQTSEQSTEDTFQASDVNMDSRDHVGSSSMNGSLPNSGQLDGECDVNNGVMRVPSDRTNYSSDAS
GEVADGGPAASSAPQRENLILPRLGDVRMRGQFVRRQSSDRGFPRISSSSMDSRSDLSAIENQVRRLIEDLRSDSIEGQR
SATSEIRLLAKHNMENRIVIANCGAINMLVGLLHSPDAKIQENAVTALLNLSINDNNKIAIANADAVEPLIHVLETGNPE
AKENSAATLFSLSVIEENKVRIGRSGAVKPLVDLLGNGTPRGKKDAATALFNLSILHENKGRIVQADAVRHLVDLMDPAA
GMVDKAVAVLANLATIPEGRTAIGQARGIPSLVEVVELGSARGKENAAAALLQLCTNSNRFCSIVLQEGAVPPLVALSQS
GTPRAREKAQALLSYFRSQRHGNSARR*                                                    
>Bdis_1g29870                                                                   
MLTSLFGARAADPAEPSDQAPEPEPSGRQLSDGDLLDELAATVGSACAFQEFRRSHRKECFNLLRWLQLVLPLIQELRDA
APPLTDDAYRRLALLSRAFHAARRLLRCCHDGSKIFLSLESEAVQGRFRAVYEKINLALDGMPYSELGISDEVKEQVELI
NAQLKRSKKRADTQDMELAMDFMVLLQNKEDRSADRAILERLAKKLELQGLADLRAETMAIKKLINERNGQQAESTKQII
ELLNRLKEVAGIDEKNILGEVSIPKYLEKCPSLMIPNDFLCPISLEIMTDPTYERRSIQKWLDAGQRTCPKTQQPLAHLS
LAPNFALKNLIMQWCDNNKVEMQMGEPAEEPAPEQEESKEVLIPSLVKDLSSVHLEVQREAVKEIRTLSKESPENRALIT
DNGGIPALMGLLQYPDKKIQDNTVTSLLNLSIDEANKVLIAKGGAIPLIIEVLKNGSVEGQENSAAALFSLSMVEENKVA
IGSMGGMPPLVDLLQNGTVRGKKDAATAIFNLMLNHQNKFRAIEAGIVPALLKILDNEKLGMVDEALSIFLLLGSHSLCR
GEIGKENFIETLVQIVKNGTPKNKECALSVLLELGSHNNALMVHALGFGLQEHLSEIARNGTSRAQRKANSLIQLALKCQ
S*                                                                              
>Bdis_1g37377                                                                   
MASSSSSTGGDPQAKPVAVAVAVRGDGRASRRAARWAAANLALVPGRVVLVHVIPPVSFVPSPCRLAFSSRFPLLLLDFA
FRRGVVDVRISGELIFFCVVAMGCSGREGSGGEDGAGGGGDVETVVLEGDSVSEALARYAAESGVRNLVLGSACLSWFRR
ILRLQNLPTTVLKATPCSCNVFIVSRRQLTVKFANLSQTGKSNTYVRIQSISHRAYALIQRNWLQVKHSLHGLPDDETPK
SSGVTSSDLCSQACSSLSTSTNAGRKTPGRAGDKEFDAIGQLKEFPCVSLSSTEGPKPIDDVAKLRKELQNTLMTYGEAH
EDVVHAKKKIQVLSNDCSEDLKEVQDALRREELLKQTAAYEKSKHFRAITDTEMVKEAFTCEAYSKHKTESVANMMSTET
GKVVDALLCTGKTCRRYLRHEIELATDNFSDAKKIGEGGYGIVYRCTLDHTEVAVKVIQQDSSDKIDEFFKEVEILSQLH



HPNLVLLLGFCPEIGCLVYEYMENGSLEDQLINNKGCQPLHWFMRFQIIFEVARGLAFLHGTKPEPIVHRDLKPGNILLD
KNYVSKIGDVGFAKLIADLVPDGFTEYRDTVIAGTLYYMDPEYQLTGTVRPKSDLFALGIIVLQLLTGKHPHGLILSAEE
AIRKDTFSDILDQSQTDWPIAEAETLAKLGLRCTALKCRDRPNLESEVLPVLEDLLSRVTSSLKSRSPNVVVPSHFVCPI
LQEVMDDPYVAADGHTYEYRAIKAWLKKHKISPVTKHKLPNSSIIPSHSLHAAIQRWKSQSS*MASSSSSTGGDPQAKPV
AVAVAVRGDGRASRRAARWAAANLALVPGRVVLVHVIPPVSFVPSPCRLAFSSRFPLLLLDFAFRRGVVDVRISGELIFF
CVVAMGCSGREGSGGEDGAGGGGDVETVVLEGDSVSEALARYAAESGVRNLVLGSACLSWFRRILRLQNLPTTVLKATPC
SCNVFIVSRRQLTVKFANLSQTGKSNTYVRIQSISHRAYALIQRNWLQVKHSLHGLPDDETPKSSGVTSSDLCSQACSSL
STSTNAGRKTPGRAGDKEFDAIGQLKEFPCVSLSSTEGPKPIDDVAKLRKELQNTLMTYGEAHEDVVHAKKKIQVLSNDC
SEDLKEVQDALRREELLKQTAAYEKSKHFRAITDTEMVKEAFTCEAYSKHKTESVANMMSTETGKVVDALLCTGKTCRRY
LRHEIELATDNFSDAKKIGEGGYGIVYRCTLDHTEVAVKVIQQDSSDKIDEFFKEVEILSQLHHPNLVLLLGFCPEIGCL
VYEYMENGSLEDQLINNKGCQPLHWFMRFQIIFEVARGLAFLHGTKPEPIVHRDLKPGNILLDKNYVSKIGDVGFAKLIA
DLVPDGFTEYRDTVIAGTLYYMDPEYQLTGTVRPKSDLFALGIIVLQLLTGKHPHGLILSAEEAIRKDTFSDILDQSQTD
WPIAEAETLAKLGLRCTALKCRDRPNLESEVLPVLEDLLSRVTSSLKSRSPNVVVPSHFVCPILQVKFARYSTLSVQLPL
*                                                                               
>Bdis_1g43637                                                                   
MELQRVQNSQTKAMHMIEYLAANVDLAKDLVARCSAVAQQLMDADLQSITEDLDNVIKNIGNELSRIPTSAFGSDRFANT
AVSPHLEVTGNRQHPYDQRSCDGYSESDMPVIVANDRPKRRALHNGDMPRLVDFLQGMYHESHEFGGQSFSSLPEVAEYV
EPLYDSFFCSLTNKVMVDPVTTESGVTYDRRTIEEYFEKFTDDSEPVICPVTNMAMQSKTLRSNAALKSTIAEWIMRNEA
TRIRIARTALSLATTEAMVLEAIDELKLLARARRKNREQMHKIGITKFLARLLEHKDALIRCDSLELLCLLVEDDAGKEI
IGKTRAVSRTIKLLSSSSPDERHAAISFLAELSKSELLLENIGSTAGSILILTTMKFNDSDDPIAAEKAGEVLKNLEKCP
KNIKYMAESGYLDPLQRHLVEGSEDVQMEMVGYLGELVQKQEMTINITGSALEILIKMVHNGNASICKAALDVLVQISSH
HPNSKTLVDAGAVPVMVEALFIRKIDDEPMGSKSEAAAVLANIVESGMDPEGIAVNKEGHVITSKYSVYNFAHMLKLSMP
DDLNLNIVRVLLALTTLPRPLSTVVSVMKEQDSSQTVIEFIGSPSEALGIVATKLLTALSPQMGHTIAEKLCVAPGQLGK
LIKSISQSGRITELQAVSATLLSKLPYQHLTLNLVLLHRSAVSTMLTKIEEMQRGEMRASRHAKTYLEGLVGSLVRLTTT
LYDPDVRLAAMDHNFTSVLTDLLVCSSGSDEVQRLAAVGLENLSHQSVNLTQVLSAEERPKKKTILRRLRTGRVHDNRKP
PAHARRCPVHRGVCSPTTTFCLVEAGAVECLLGVLESNENGRVVEAVLSAVCTLLEDAVDVVSGVAVLSEHDAARHVLRA
LRQYRDDERGSAVLQRCFWALERFLEHGGDRCVKEVTSDRVLPSALVSAFHKGDAATKQLAESVLRSLNRMPDYSATYVS
VEL*                                                                            
>Bdis_1g44390                                                                   
MVLPMSRATRLMPELPLLRRGRRQAITASTSEDHQEEELAIPAHFRCPISLDLMRDPVTAPTGITYDRENLEGWLARGHG
TCPVTGRGPLRLADLVPNHATRRMIQAWCVANRARGVERVPTPKVPVAEADAAQVLEDLSAAARLGDAAACGEIAARARA
LGKESDRNRRCLASAGAARKLSSAFGRLAAAGGEPVEGGALGKVLAALTVFFPLDDESRRCIVASSLTTLVSVLSHGDLA
ARASAAIVLREVASSAADRATVEAISRAPGMCDALVGLVRNPVSPQATKAALVTAYYLASDRAAASRFAELGVVSVLAEL
LVDADKGTSEKALAALDGVLCADAGLESARAHALVVPVLVKKMFRVSDMATEFAVSALWRLCHAGADAGACRVEALRVGA
FQKLLLLLQVGCGGPTKERASELLKLLNGSRASVECIEAVDFKGLKRPF*                              
>Bdis_1g44740                                                                   
MGSGRLRWRPFTAFASSSPPSSASSSPSSSFTVDQPAEFLCPISGRLMADPVIVPPGQTFERACIQACAALAFYPPVVAA
EVLPSSPPLVLIPNVALRSAILNWCDRLMLPHPSPLPLDTAGHIVRRLMPPPPPRQEQRPPPPANSVRTRNRYSYGGDEF
LQEPNQTTGRGSLEEEIMAVLAAEGASPSELKAAMASLRQATRENREMRIQLCTPRLLAALRPMLLSGDAGVQVNAAASM
VNLSLEAENKARIVRSGAVSPLVDVLRSGHPEARDHAAGAMYSLAVEDENRAAIGVLGAIPPLLELFATASTQTAVGHRA
RREAGMALYHVSLAGMNRSKIARTPGAVRTLLATAESAPARSEAEAEAEAGAGAEAEAAALRKLAVMILANLAGCPEGRA
ALMDGGSVAAIVRLMRGGLAAPGSAEEEYCISALYGMSRGSLRFRGLARAAGVEAALMPVAEGGGGVGRDMARRTLRAMR
GEDDDAGMLAAAGILGREWDDDGGSVVSEGLVSLRRPPHHRSNYAGPSGSNTTQF*                        
>Bdis_1g48510                                                                   
MEAGDERAAEAQREKEAGNAAYHKLFLETAVLHYTRGADLDPRDISFLTNRAAAYLLMSKYKECVRDCDEAVEKGRELRA
DNRLVARALSRKASALLKLAGCAGDYAPAIRALQQSLAEHYSEETRAKLREAETARKEVEEQERLDQEASDYHREKGNEF
FKQKKYQEAASHYTEAIKMNPNDPRVFSNRAQCHIYLGNLPEGLEDAENCIEVDPTFLKGYVRKANVQFLMDNYESALAT
YVEGLKYDPNNIDVIDGLRRCAACIKSSNGGHVEPVDLKEILGDFRSDDDLRSKLQRNMEEAAVFKKEASDERLRRIESE
RMARTSEDLYLNQVQQRKETEEYLSKVQEELQQLKVRQDEFIDELQKANEHNEDLQHQLSELSESRERYDQLLSEHDHLL
HERNHAVREVDELRQRRGQILSVLLTAMHCEFSSSELERATENFNSSLKIGEGGFGCVYRGVLRNMAVAIKVLRPDGLQG
RSQFEQEVAILSRVRHPNLVTLLGACSESSTLVYEFLPNGSLEDFLVCAEKRQTLTWQIRIQIIAEICSALIFLHENKPH
PVVHGDLKPANILLDVNLVSKLSDFGISRLLIQSSSDNTTLYRTMHPVGTPMYMDPEFLATGEMTPRSDVYSFGIVVLRL
LTGRPPVGIKKIVEDAMEEGDLNTIIDTSAGEWPDVHVQQLAYLALRCTELSRKCRPDLSGDLWRAVEAMRDATTLCSPS
SSRSVLDENRTPSYFICPISQDVMNDPHVAADGFTYEGDCIRSWLSTGRETSPMTNLPLQHDELIPNLALRSAIQEWLQL
QNTAL*                                                                          
>Bdis_1g51250                                                                   
MEIEEDDAGGGGEAAGVSTVAIAVSGSKSSRHALKWALDKFVPGGRVLFRILHVRPPITMVPTPMGNFIPISQVREDVAS
AYCEELEWRARNMLLPFKKMCAQRQVEAEAVLIESNDVPSAISEEIDKFNICKLVLGSSSKGIFRRKLKGSKTASRICEC
IPSFCTAYVVAKGKLSFVHSATSDASETPRSISSLTVSSPSTRSVSSTTPSEWVDTNGTASFDRPSLSSQRDQAVANINR
LSNRGANPSGRAGSEISYHDDTDLMRNSHSIESEAHFSSRSSSSSSWNSVYKSFRRDSFPDSSDLHAVVSENAPNLKHSG
DQDGLKLEIERMKLKLQHLQKLHENAHNESVDSTQKVDNNLGIRRFEDEVKLKEIDLTEEMVRRLVTRMERHEQGVDRTE
VEPKQGSSEREATDSSNGDAGEKRIGETIVGRCFTKYNRYSWEQIQASTSSFSSDLMIGKGSYGTVYKAKFQHTVAAVKV



LNSHDGCGTQQLQQELEVLGKIRHPHLLLMLGACPEHGCLVYEYMENGSLDDVLLHRRRRDSSSAPPLAWFDRFRIAWEV
AAAVLFLHSAQPDPIIHRDLKPGNILLDRNLAAKVGDAGLSTALQLPSAADVAGGGGTMVKHTAPVGTFCYIDPEYQRTG
AVSAKSDVYALGVVLLQLLTGRPPMGLAHAVETALDLDLEATGGGSSSAFAEMLDAAAGEWPLEEARELAALALRCAEMR
RRDRPGLREHVLPALERMKDLAAKAAAAAAREKNTALVLGSSTPTPSHFLCPILQEVMADPCVASDGYTYDRKAIEVWLG
MNTKSPMTNLKLQSRSLIPNHSLRSAIMDWRTSRSR*                                           
>Bdis_1g52390                                                                   
MPARVAAEIAALPEPRGPLRRLSADLARRVRLLAPLLDEPSSSPDSSSPSYPLLADALRAARDLLQDVHHGSKIYQAMRG
GDGLLHRFAGVNRQIQVALDQLPYQTFDMPEEVQEQVALVHSQFKRAAARTDSPDTQLSRDLDAALSDKACDAELLTRIS
EKLQLETMADMKKESVALHEMVISSGGEPDGSLDQMSFLLKKLKDCVIAQAPASDTLGGRSSSVKHRSPIIPDEFRCPIS
LELMQDPVIVSSGQTYERSCIQKWLDSGHKTCPKMQVPLSHTSLTPNFVLKSLIAQWCEANGIELPKNKANCRDKKAVKS
SDYDNAGLVSLMNRLRSGNQDEQRAAAGEIRLLAKRNVNNRICIAEAGAIPLLVNLLSSSDPRTQEHAVTALLNLSIHEN
NKASIVDSNAIPKIVEVLKTGSMEARENAAATLFSLSVVDENKVTIGAAGAIPPLINLLCDGSPRGKKDAATAIFNLCIY
QGNKVRAVKAGIIIHLMNFLVDPTGGMLDEALTLLAILAGNPEGKAVITQSEPIPPLVEVIRTGSPRNRENAAAILWSLC
SADSEQTMAARAAGGEDALKELSETGTDRAKRKASSILELMRQAQEA*                                
>Bdis_1g55240                                                                   
MPIRRISIKVARDEDLRSYIGRDGQYFDLVDFDKVRAFSVLVDLPIRHLKENLKEVFGTDVQFQRLWLFCGRQNGTCRPF
RALCEDKQSVLNPSTPRNLSREDLLVFLKLYDPEKTQLRYIGMLFVKASSRPSEILPKLRNLAGFRADEEIMLYEEIQFK
PPLQCEAIDIYNTFSGGQIEHGDIICYQKSPSYSLSQHAYPSVLTFFEHVHCVKDQNAQIILEFSFVNLQQATEDFKDVC
KVGDTEYGRVYKGTIHNTTVAIKMCRSKSLFQQEVYVVRQGRHPNIVTLIGICAEASALVYEWLPMGNLEDHIVCSTDSP
PLSWRIRTQIIGEVCCALLFLHSHKPSALVHGDLRPCNILIDANYRSKLCNFGTSTLFLQPGTCPPNLATRLPYMDPEFL
TTGELTPLSDVYSLGVIILRLLTGMPPIAIAKKVSEALESDSLHLLIDKFAGDWPYIQAKQLALLGLSCVEMRRDKRPDL
LTKVWTVIEPLTEKLPIASWRYIQSASRGSYPPAHFICPILKEIMNDPLMASDGFTYEAEAIRRWLDDGNLRSPMTNLAL
PNCNLIPNRALRSSIQEHLQQQRQSDS*                                                    
>Bdis_1g61450                                                                   
MEILSPSPPPSPAASQFLYGGGPLHAGLRRDHAHALLHIAVGRSPEKTLPLLRWAFRRFACARVVLLHVHQPSHAIPTLL
GKIPAAQATEELVLSHRMSEKDEMNKILRTYLTFCRRAQVQPSLLVTESDQIHDGIVTLVKDHGVTKLVMGSIPDNCFKL
KPSHSKEYFMAKNAPAFCEIWFVWRGRHIWTREASAAIDNSISVYNQDDIMMTVRRTRFSSNSNDAGSMFDDGYNTCGTS
TVADLHEVTIFNNGRLNDYGSLGADANCIDNMNISNLQDAESAFNSPPCPDSSLHGVALQLYSKEMLDTNLRKVIIEAEG
SRKEAFLELLKRKETELNVANAFARVKASECSKKLELKRREELEGLFLATRKQHEDLARSREKAAAVLDSSMRRLDILDA
HAKSISERMNDAVAELEVIQSSIKILKQEKTKVQKLEDRHINQIEGCTYSHYKLPNCSSVALGDDSYTFRKSTLLDKQAA
TCKFSESFKIRPQGHGCVYKGENMNRGVMIHKLHSHRIKSLMLFEQEVRILSKVRHPHLVTLVGACPDTPCLVYEYLQNG
SLHRCLFSEHNALSLPWKIRARIVAEISSALLFLHSCKPQMIVHGGLNLENILLDTDFHCKIVDFGISTGDPAGLLARKS
DIYSFGIVILQLLTRKHPGLSLATEVRSAMSCGKLSSILDPTAGKWPMEVARRLAEFGIKCSGDRLELTPEAVRDLEQLH
LMRGRQVPSFFLCPILKETMDDPQVAADGLTYEGRAIRDWMENGRAVTNLELKHLNLIPNHALRFAIQDWLSQS*     
>Bdis_1g66610                                                                   
MDEEAKHTTSEEDSTKAAAAEAASSLAPAGSESAEREEDVGNLVEKLAELVDEIAVISEFRNAYRRQFCNLSRRIRLLAP
MLEEAKEGPRPLPMASVTALRQLREALTGARELLRLGSNGSKIFLVLERDKIMQTFQDITSRLEQALAGISFDELGISDE
VREQVELVHAQFKRAKERPDTSDDILFNDLIAVYNSSTNANVDPDTLRRLSEKLQLVTISDLNQESLTLHEMASGGDPGA
VVENMSMLLKKIKDFMQTEDPAIGIPAHGENLSPNDNSTSPVVPDDFRCPISLDLMKDPVIVSTGQTYERVCIERWLEAG
HDTCPKTQQKLPNKSLTPNYVLRSLIAQWCEANGIEPPKRPAQLSNAPPLCTASEHSKVLELLQKLSSQNLVDQRGAAGM
LRQLAKRSAENRACIGDAGAIPILVSLLPTTDVSTQEHVVTALLNLSIYEENKARIVTSGAIPGIVHVLKRGSMEARENS
AATLFSLSLVDENKVTIGASGAIPALVLLLGNGSQRGKKDAATALFNLCIYQGNKGKAVRAGLVPILLELLTETETGMLD
EALAILAILSSHPEGKAAISAAAAIPILVGVIRNGSSRNKENAAAVLVHLCNGEQQQQHLAEAQEQGVVTLLEELAESGT
DRGKRKAIQLLERMNRFLKQQSQAQGDVMALAHSQAQNPSLASQTLVQAPADTQLAESLLPASSHLPERRGD*       
>Bdis_1g68530                                                                   
MALLARRAARRSAASTKAAAPPAAVAVELSIPAHFRCPISLDLMRDPVTAPTGITYDRESIEAWLDTGRAAVCPVTHAPL
RHEDLVPNHAIRRVIQDWCVANRSRGVERIPTPKIPLTPVQASELLFDLAESRDTAAAIARVRALARDSERNRRCLVSVG
AGRVLASALASLAADGETPAAALEDVLAALVCMTPLDDEAARILATPTSLGSLVAIAENGSLAGRLNAVLVIKEIVSCIQ
LTGNVVEELVDALAKVIKAPICPQATKAAMVATYHLASSSERAAAHAAGAGLVPVLVESLVGADKSAAEKALAVLDAVLA
SEEGRTSARAHALTVPVLVKKMFRVSDLATELAVSAMWRLGRGAKESEEGEATKCLVEALRVGAFQKLLLLLQVGCRDAT
KEKTTELLKMLNKHKGVGECVDAMDFRGINRLS*                                              
>Bdis_1g69240                                                                   
MPQYQELPCGGQVLDIDTALKDGILGCGPEPGDGGLGDGAKQPVELRKMMDELDAAVDGGGDEVIPAVFICPISLEPMVD
PVTLCTGQTYERSNISRWLALGHRTCPTTMQELWDDALTPNATLRQLIAAWFSRRYTRFKKRSADFHGRAADLVHGLRGT
AVPRRHPLKGQARVAALRELRSLASTHQSVTKAIAEAGGVSLLTSLLGPFTSHSVGSEAVAILVSGVPLDADAKAALMQP
AKVSLLVDMLNEGAVDTKINCVRLIRILMDERGFRPETVASLSLLVGAMRLVRDKRHQDGVAAGLELLNSICAVHRPARS
MIVSIGAVQQLVELLPELATECVEPALDILDALASVPEGRLALKDCPRTIPNAVRLLMRVSEACTRRALSMLWVVCRMVP
EESAPAALEVGLAAKLLLVIQSGCGPELKQQASELLKLCTMNCTSTVFMSKCKLTKTIQ*                    
>Bdis_1g78380                                                                   
MAIQEEGEGAGSADAPLTVGLALGGSKSSTYVFRWALAKFANGKDKPAPIFKLIHVLTPVLAVPTPLGNYIPIDEVRPDI
AEAYAKEVHVQAQEMLLPYRKMCDENKVEVEVLLVKGDDVADTISNLVTQYKIRVLVVGNPTSRSAFTRKSSGNKASSKI
CKSIPSFCTTYIVSKDGLSSVYSPGLGSETSSCRSSDSQAFSGEMSLRSDLSDSSARTLLGLLSLPSSNLASENLKSSSS



AERNRSFTLYDYISGSASVYADKDRRITSCTDSESSISSRLRASNKAPTQGSSLRGLMLSETKDDVNIELEKLRLELRHV
QGAHKLVQDESADASRQVVELAAKRVEGKAQLREIQSRVDKANDEVQEEKARRCATEEVVTHVKDLVRAEVMQKNRLLIK
ASKVADQKSRLEELFVLHGNSYSTFTWEEIDNATSSFSESRKIGAGSNGTVYKGHLNHLDVAIKVLHSDDRSSTKHFNQE
LEVLGRIRHPHLLMLLGACPDRGCLVYEYMENGSLADRLQCKNGTPSIPWFHRFRIAWEIVSALVFLHSTKPNPIIHRDL
KPENVLLDRDLVSKIGDVGLSTLVPLKDSSSSGTMYKKTGLAGTMFYIDPEYHRTGQVSVKSDTYALGMVILQLLTARSP
IGLPELVERAVEDDQLMDVLDEGAGNWPAKEAHDLAQLGLSCLEMRSKNRPDLKNMVSVELERLKGIAIVASGPVQVVPG
LGPPSHFLCPILKVRCNTTIMVNVCVVLCSSYIVCMFGVDGDAGPMHCCGWTHVRAQRNSDVAVRARCVARDKSTAA*MA
IQEEGEGAGSADAPLTVGLALGGSKSSTYVFRWALAKFANGKDKPAPIFKLIHVLTPVLAVPTPLGNYIPIDEVRPDIAE
AYAKEVHVQAQEMLLPYRKMCDENKVEVEVLLVKGDDVADTISNLVTQYKIRVLVVGNPTSRSAFTRKSSGNKASSKICK
SIPSFCTTYIVSKDGLSSVYSPGLGSETSSCRSSDSQAFSGEMSLRSDLSDSSARTLLGLLSLPSSNLASENLKSSSSAE
RNRSFTLYDYISGSASVYADKDRRITSCTDSESSISSRLRASNKAPTQGSSLRGLMLSETKDDVNIELEKLRLELRHVQG
AHKLVQDESADASRQVVELAAKRVEGKAQLREIQSRVDKANDEVQEEKARRCATEEVVTHVKDLVRAEVMQKNRLLIKAS
KVADQKSRLEELFVLHGNSYSTFTWEEIDNATSSFSESRKIGAGSNGTVYKGHLNHLDVAIKVLHSDDRSSTKHFNQELE
VLGRIRHPHLLMLLGACPDRGCLVYEYMENGSLADRLQCKNGTPSIPWFHRFRIAWEIVSALVFLHSTKPNPIIHRDLKP
ENVLLDRDLVSKIGDVGLSTLVPLKDSSSSGTMYKKTGLAGTMFYIDPEYHRTGQVSVKSDTYALGMVILQLLTARSPIG
LPELVERAVEDDQLMDVLDEGAGNWPAKEAHDLAQLGLSCLEMRSKNRPDLKNMVSVELERLKGIAIVASGPVQVVPGLG
PPSHFLCPILKTVMQDPCIAADGHTYERNAILMWLCEHDVSPVTKALLPNKTIVSNQSLLSAISSWRSQGGGL*      
>Bdis_1g78390                                                                   
MAIQEEGERAGSADAPLTVGLALGGSKSSTYVLQWALAKFASGKDKDENKSAPTFKLIHVLTPVLTVPTPLGNYPVDKVR
PEIADTHAKEVQVQAQEMLLQCRNMCDENKVEVEVLLVKGNDVGDAISNLVAQYQIQVLVVGNTTSRKSSRNKTSSKICK
SVPSSCTTYIVSKDGLSSVYSPGLGSDTSDSQVHSGEMSPRSDLNDSSGRTLLGLPSLPRSNLASENLKSSSSSKHDGSF
TLYDYLSGSASVYADQDRTITSCTDGESSISSKVQASDKVPTQGSSLQALMLSDKVPTQKNSLQGLMLSDSKDDVNTELE
KLRLELRHIQGTYKLVQDESVDASHQASSVVVELAAMRVEGKAQLRDIQSRVDKANDEVQEDKAHRCATEEVVTHFKDLV
RAEVMQKNRLLIKASKDADQKSRLEELFVLRGNLYSTFTWEEIDNATSSFSESHKIGTGSNGTVYKGHLKHLDVAIKILH
SDDSSSTKHFNQELDVLRRIRHPHLLMLLGALPDRGCLVYEYMENGSLADRLQCINGTQPIPWFHRFCIAWEIVSALVFL
HSTKPNPIIHRDLKPENVLLDRNLVSKIGDVGLSTLVPLKDSSSSGTMYKNTGLAGTLFYIDPEYHRTGQVSVKSDTYAL
GMVILQLLTARSPIGLPELVERAVEDGQLMDVLDGSAGNWPAKEAYDLAHLGLSCLEMRSKDRPDLKNMVAVELERLKNI
AGAASEPVPGPPSHFVCPILKEVMQDPCIAADGHTYERNAILMWLSKHELSPVTKALLPNKTLVSNHSLLSAISSWRSQG
GGL*                                                                            
>Bdis_2g07750                                                                   
MAGGPTPTYSAVVAHAAAFLAELIADPLLRRHLLSAAAAADGGGGQQHSAATLQALSLISDALDMSSASGSPSPSSLRAA
ERLLQSLPAATPLSCLLLALASGARRAGGRASAASAASAVLDLFVLDPALARHELAPAAFEALFAPRLLPVMRHFATRRA
SAAVASAAAQDEGENGSDETVALSAMRVLSLMSGAQAQEMRGLEREYEMVLDANCRAYALYLKKILEAGDVARSSSPPSP
PELVFTVGHGGDQSAGYEDASADSDDDGAVQSGVRNNPMWAEAEGDLYPRQGSGRLQGRRELMRPPSLYPQRVAPHLIVL
QQQQQKQTPRVGRGSPASRLRAELSPATPSSDDSTEDSSSELLYAGKQEKHPASPLSKPRRAPPRGDEYGAGGRARLSPE
SSSSPMGGGDADQARQHHQQQAASTPKDFVCPITSQVFDDPVTLETGQTYERRAIQEWLDRGNATCPITRQRLLGGALPK
TNYVLKRLIAGWRDQITSSSPPQPATPRPSRPVTRMESAQGPAQDHPAPASPVKINSPSPDATGSQASAPSPTSVIVQAS
VESAVGELRAAVSCLCTSEDLAESEKSVLKIDRLWRRESAMGAGAAEQKQHAFFSVLAKPAVINGFVEILFNSVSAQVLQ
VAVFLLAELASRDDGVVQTLTRVDADVDCLVALFKKGLLEAVVLIYLLSPSVEQLVEMDMADALVSAVRRGDEDPLDMCV
KPKAASVILLSQILSEEAAGDRDSSQPVPRSALVSERFVRSTVMVLEAEQVEVRVAAMRILLRCVAEDGHCRGSIVEKLS
LGAVLDAFHVVGDADKFDIVRFLSELVKLKRRSAAERVLRAIKEGGSFSMMHTLLVYLQSTTPEQSPVVAGLLLQLDLLV
EPRKISMYREEAVDSLVQCLRNSDFPRSQLLAAETIMNLPGKFSSSGRPLARSSLLKLARVKERYRQPQSQSQSQELSVV
RGTDGVGVGGEDEVVVAGEDKGASEWERKTAYALVGHEFGLVFEALSECLESKSAELFGASLVCAAWLAHMLPVLPDTGV
VGAARACLLRQLVIVLRSAKHGSDRALAMVALRSFMNDRDGMQDIATYIKDVLKTLRELKKSSGLAFDMLKLLSDGQESS
IDMWNHKELNHADCSSNGEVTSIVYFKSYIFSGHSDGTLKVWEGSENILRLVHESQEHTKAISSLSLLHSEEKLYSGSLD
RTIRVWQFRDGLRCVEVHDTRDPVQGLAVAGAMACFVPQGGGVKALSWSGGSKVLNPSKSVRSMALVHGKLFCGCSDGSI
QEIDLASGTLGVIQTGNKRILGKANPVYSMQVHDGLLYAGSTPLDGASVKIWNSSNYSLVGSIPSPAEARSLVVSADLVY
LGSRNGAVEIWSREKLIKIGTLQAGGTGCRVQCMAVDADGDVLVVGTSDGRIQAWGLT*                     
>Bdis_2g10920                                                                   
MEMETPPPQFVCPISLTRMQDPVTAPSGITYDRGAIERWLAAGHDTCPVTGRGPLSLADLTPNLTLRRLILSWPNPNSNR
HPPALTTPDQPDSRNDECGGPAELVKKLMVAVPAAKADAMARRSMIPRVLPLFVSSCATEAAEKKKSFSPSGVEAACLAL
LDALGVSADEIRPHLLPAEPGFLDALTHVLVTLTLELQHEDYYSEPTLQRAVRLLESATEASTPALLDRLRPDLLRALTA
VLHARRRVPLATTRAALKTILNACAASSRNLRLAAESGVAHEAIELELSLGGTSRATTELVMAVLSLLCSGSAEARATVA
GHAAGIAVVAKRVLLRGGSSAAGDAAAVRVLASVCGRGASPETVREMARVGAVGKLCCVLQAECDQVTKEAARRVLRMHA
GDWAGSPCVSAYLLSRYL*                                                             
>Bdis_2g22320                                                                   
MANARNAAAAGSPSSSSSSYSSSAPDAEILRSLHRLARDLAAAEAPAPFLRAVFASVSRRAKLLVAVFDDLLGVVGRLPR
SASLCLREVLLVLQRFKAVVADCSARSRMRLLLQSDEVAARVRELQHDLATLLDILPAATELGLADDVADLLALASRQCR
RPAPEAAAEQELKASVLRLIQEVEQEIVPERERLEAILDEVDINDPASCSEEIEILEREIGDRLAERWTPAMIALVGLLR
YAKCVLFSAATPRPLDSKADLGDGDDDGAEPPAPPLDFRCPISLDLMRDPVVSASGQTYDRESITRWFGSGKSTCPKTGQ
VLTSLELVPNKALKNLISRWCRENGVAMEGSEPGKPEPAPLATANKAAVEAARMTASFLVKKLTASFSPASDNRVVHEIR
QLAKSGTESRAFIGEAGAIPLLVPMLQSEDAALQLNAVTALLNLSILEANKKRIMHAEGAVAALCHVMGSGATWRAKENA



AAAVLSLSAVHSYRRRLGRNPRVVEKVLLLVRTGPASTKKDALAALLCLSGERENVGKLVGAGAVEAALSAIGEEETAAA
VLASLAKRGGAEAIVNVDGAVARLVAEMRRGGTDWSRECAAAALVLLCRRAGAAAVAQVMAIPGVEWAIWELMGSGSERA
RRKAASLGRACRRWAVANAEQTTECPTNSTTVTLPVMAAS*                                       
>Bdis_2g24050                                                                   
MDAVVAGLPGQQARRRIRPPEPLVMAASPSTPAAFRCPISLEVMRSPVSLPTGATYDRTSIQRWLDSGHRTCPATRLPLL
STDLVPNLLLRRLIHLHAATLPPSPSPEEVLSQLAASHGEPAAAEKAVRSLAAKIAPEKGKQASVASAVAADLESTVPAL
LSFAKGGAGADARVDAVKILATVAPEIATYITGDGTEIKRGKVKMAVEALAAVLCAGGVSEEAKKALISALVAADLGRVV
TTLLAAGPTGVVVLEAILTSPVPDADAKTAIADRPELFPDLVRILREAASPAAIKCMAAAVQVRGRPARASMVRAGAVPA
LALAVSAAPTAAAESALVLLVEAARCSDGKAAIAGDAAGMAAAVMGRMIRVGPVGREAAVEVLWLSCCAGGGERRMREAL
AAAPEAVGKLLVVMQGDCSPATSRMAGELLRAVRMEQERKGMAAAYDSRTIHVMPY*                       
>Bdis_2g39800                                                                   
MAADGGVARQAELRRIEGNACFYKARFGAAIDCYTEAIALCPDVAVYWMNRGLCHFRRKDWAKVEEDSRKALALDDTLVK
GHYMLGCALLRKEECALAIKELEKALDLLKSSNSRDKMAEDIWEVLAKAKYLDWEKHSTQRVWKIQNLKEACENALQEHH
FLSGTLTEDSVGPTNEYSEQRKLLSEVFTNAILADTPGDVPDYLCCQITFEIFRDPVITPSGVTYERAILLEHLRKVGNF
DPVTREPLKEHQLVPNLAIKEAVQAYLKEHSWAYRSN*                                          
>Bdis_2g53650                                                                   
MAANDPRAVVTTAPSSSGSYSSAFLPPPSPSDGDLLRSLHRLARDLSAVETPAPFLRAAFASISRRSKLLAAAFDDLLLC
AAAAGDGLPRSASLCLREVLLVLQRFKAVVADCGARSRMRLLLQSDETGAELRDLHHDLATMLDLLPVAELGLADDVADL
VALASRQCRRCSSSSPAEAEPLKTSILSLIEEIEREIVPERERLEEILEEVGINDPASCSDEIESLEREIGDRASERWTS
SMIALVGLLRYSKCVLFSVATPRPSDSKADIELEDGEESPAPPPDLRCPISLDLMRDPVVAASGQTYDRESIGRWFGSGK
STCPKTGQVLANLELVPNKSLKNLISKWCRENGVAMETCEAGKGEQAQAVAANKAALEVARMTASFLVKKLSVSFSPEAA
NRVVHEIRLLSKSGPENRAFVGEAGAVPLLVPLLYSEDAGLQLNAVTALLKLSALEANKKRIMHAEGAVEAVTHIMGSGT
TWRAKETAAATVVSLASVHSYRRRLGRNPAVVEKLVHLARAGPLSTKKDALAALLLLAGERENVGKLVDAGVTEVALSAI
SDEETAAAVLQALAKRGGADAIVSIDGAVARLVVEMRRGTEWARECAAAALVLLCRRLGARAVTQVMAVPGVEWAIWELM
GTGTDRARRKAASLGRICRRWAAASAADGERSAECPASSLVPPAMMAS*                               
>Bdis_2g55970                                                                   
MAAMAPAEVPSYFLCPISLQLMRDPVTLPTGISYDRAAISRWLAAPSPAPARTCPVTREPLAPELQLTPNHTLRRLIVSW
IASLSPGKHADVDDEVAAALRPVHREELTSLLSDAGKAHAQVGALKKLGELVAECEDRRAMLESQDGVFDVLSRVLTGAS
ACSTAREEAVGVLASLRIPQQELVRVVSRHGNLVESLTAVLRSPNPRSRAHAVRLVRSLADVAVPAWMIGLDQDLLAEVV
RVVRGRDMPARATKAALHALSALCPYGRNRVKIVGAGAVAALVELLLDEPERRVCELALAVLDRLCTCAEGRAELVAHAA
GVAVVGKKVLRVSEAATERAVRVLRSVARHAATPAVLQEMAQAGVVGKLCLAMRSELCGVKTKEKAHEVLKLHSRVWRSS
PCLSPKFLALYPS*                                                                  
>Bdis_2g57817                                                                   
MDAMEVEECPFLANDAKLYVFSLLHNLKKSWFMQLHAGMCRAFHPAVSKLLAIFPFIEASRPRSKSGIQALCSLHVALDK
SKGLLQHCADCSRLYLAITAETVLLKFEKSRSQLQESLRRVESIVTEDIGHKIVEIIGELEEVVFTLDQSEKEAGDEVIN
LLQRSGKMSSSDSGELEVFHMAALKLGITSSRAALTERRALKKLIEKARSGDDKRKEFVVSYLYNLMRKYSKFFRSEAGD
DTDSQGSAPCSPTVLGMDDMYGQYGPCGNGRAFSRQLSSIQSFNSRFGSFNSRLGSFNCRPSGPRSENMSIPPEELRCPI
SLQLMYDPVIISSGQTYERVCIEKWFNDGHSTCPKTQQLLAHLSLTPNYCVKAMISSWCEQNDFPVPDAPPGSFDVNWRL
ALSDSQATGCVSVDSFDTSNIKGVKVVPLENGRKEEPANSESGTLDDSSCFEFDMNEGYRNLLLMLNERNNLLNQCRLVE
QIRYLLKDDEEARIQMGSNGFAEALVQFLRNSVQDGNEKAQEIGAMALFNLAVNNNRNKGLLLSAGVVDLLEQMTSNPRL
TAAATALYLNLSCLPDAKSVIGSSQAVPFLVDRLYNHDGCDTKTSSCKHDALYTLYNLSTHQASIPSLLSAGIVDALHCL
FTESSVSEGLGWTEKSLAVLISIAATQAGRKEIMSTPGLISTLAMLLDAGEPTEQEQAVSCLLAMCTADDKCIAPVLQEG
VVPSLVSISATGTGRGREKAQKLLKLFREQRQRDGSQPAQQQPLSEAGNGAIVCHRESKPLCKSKSKKLGRTLSSLWKNR
SFSLYQC*                                                                        
>Bdis_3g08150                                                                   
MAASAVHPPPPPPPTVAVAVRPGGSASRRAARWAAAGILQAVDGAAVSIAFVHVIPPLSFVPSPSGERVPVARVGREAAE
AFSRDRHARAQEAMLPFRRLSDRRANITVETVVVEGDGVAEALLRYAAESGVRSLVLGSASASFRWFHKVLSIPDVATAV
LKSTQNSCNVYVVCKRRVIVKLAGHPQATIHSSFEESSTSLNIHSMSHKEFEETQRSLLFDNFTDAESCSMSCSQARGSH
STSSNASRSSGSRELVHMGSVGAKTTGRDVKQSYGSHSTLKEVPYAASSSSDECQSIDEVEKLRRELKETLVMYDKACED
LVHAKKKIQVLSTECSEEAKKVEHALHTEETLKQKAADEKAKHLEAIKEVEQAKWSFTREAYSKHKAEMVGSMMSLDKEK
IVDAILSNTRSCRRYSKHEIELATDNFSEARKIGEGGYGNVYRCTLDHIEVAVKVIQQDSTDKTDEFLREVEILSKLHHP
NLVLLIGFCPEMGCLVYEYMENGSLEDQLLNNKKRQPLHWFLRFRIIFEVSCGLAFLHGRKPEPIVHRDLKPANILLDKN
YVAKIGDAGFAKLISDLVPDCQTEYTDTIVAGTLYYMDPEYQQTGTVRPKSDLFGLGVIILQLLTGKRPHGLIVSVENAV
KKGLLFHVLDMSQTDWPLAEAEMLAKLGLQCTALKCRDRPDLDSEVLPKLEEILRRISCKADMRNPKPCAPAHFICPITK
EVMDDPYVVADGHTYEHYAIEAWLRKYRTSPLTRRKLPNLSIIPNHSLRAAIQQWKNSSRAEAWNGQ*            
>Bdis_3g09000                                                                   
MDAPPASSASSPVEFLLRRPPPRRRRLPLAGAFFAPPGLAGAPLLRALASLAAGLLAAPRPPSQPRNLAALARRLALLSA
LLESILLDAPGCFSDAANLCFRELYVILFRAELLVSYVASAGRAWALLRGAHLAASFRDLDAELAVVLDVLPASELSLSH
DATGHLELLRAQCRRRAPAQYHDPDEAVLRERLLAALRQFEHGLPPDPSPLKALLSDIGISDAASCQAEIEYLEEQILSQ
EEDTDLLLVGGVLALLRYSLFSLFDPAKARAARCWPSAGNGQRLLSWGGGSDDSSFSFSVPKEFSCPISLDLMRDPVVAS
TGQTYDRPSIIQWIGEGHSTCPNSGQALADNRLVPNRALRSLISQWCGMYCFQYDSPESNEGMADSVATACSSKAAIEAN
KATARILVRMLVESSDSSKAVAAKEIRMLAKAGKQNRSFIAELGAIPSLCRLLLSSDLMAQENAVTALLNLSIYEPNKTR



IMEQEGCLRLIVSVLQNGWTTEAKENAAATLFSLSVVHDYKKMIMNEPGALEELARMLKKGTPRGKKDAVMALFNLSTHP
ESSVRMLESCAVVALIESLRNDTVSEEAAGALALLMKQPSVVHLVGSSETVITSLVGLMRRGTPKGKENAVSALYEICRR
GGSTLMRRVVKIPGFNTVMQNITLTGTKRAKKKVGLIVKMCQRGQIPSAMSIGANLRTADRSLVANSSLRRAASFGSGEL
SNPISISVPVP*                                                                    
>Bdis_3g13620                                                                   
MSPAAAAEASSKRQAELLKQEGNGFFKRDRISAAIDAYTGAIALCQNVAVYWTNRALCFKKRNEWDRVEEDCRRAIQLDS
HSVKAHYMLGLALLNKQELAEGIKELEKALELGRGAHPTGYMVEDIWQELSKAKYIEWESRSKERSSQLHRLKAACESAL
RNYNSVDNPTADVCQEHLVELDEVFRKAAKTDTPTEIPDHLCCKITLDVFRDPVITPSGITYERSVLLDHLNKVGRFDPV
TREALEPHQLIPNLAMKEAVDVFLGEHGWAYRAR*                                             
>Bdis_3g14660                                                                   
MEEVSWCPDDFRCPISLEVMTDPVILPSGHTFERRSIQRWLDGGHLTCPVTNLPLPPSPPLIPNHALRRLIAAVSPPPPS
PEKVRDCQGAEPPALSSVSGMLRLAKSGPAGRRLVLESGAVAAVLLRRVAGGDEAAARALVYLSLDGDDARVGLVADGAV
DALAAAVSGGGVAAAHAATALIASPPSASTIDQGLVVLNWICSESNRLAKEAIKLGAFQLCEALVKDDNCKIAKNAVELA
RTLEEA*                                                                         
>Bdis_3g17252                                                                   
MENFSPRTLLNSISHLSLLTSDGSTARPKPIQKYCQNVCDISSIVRPLIEDLCKSPEEQPNEVLRDLDTAVNEASGLIGN
WQQTTSKIYFVWQIESVISDIQGFTLQLCQLANSLLPSLTGCACICIEKLQDINYEHMFDLVKEVAIELTMDTQSPKNLL
KVSSSLSLSTNLELYMEALSLENLKARAIRSENREELDLVEQMIPMVNYMHDRLLRETKLLSTYPVSVPGDFCCPLSLEL
MSDPVIVASGQTYERVYIKLWLDEGFTICPKTRQRINHSNLIPNYTVKAFIANWCQLNDIKLPDPVKSLKLNFPSAASTT
QDLGATGNSPLHPSVARANNIPGSPETDLYMRVLDRASPPHSVVHQNFDASVNRPGHETSTNQSSEYTNGSAPDIARLSL
AISDSRDSLGDRHAGSSNVQTSEQSTEDTFQASDVNMDSQDQVGSSSVYGSVPNSGQLGGGCDMEKGLMRVLSDRTNYSS
NASGEVADGGSSASSAQREKVILPRLGDVRMRGQFVSRQSSDRGFPRIISSPSMDARSDLSAIESQVSRLINDLRIDSIE
VQRSATSEIRLLAKHNMENRIVIANYGAINILVGLLHSPDAKIQENAVTALLNLSINDNNKIAIANADAVEPLIHVLETG
NPEAKENSAATLFSLTFIEGNKLRIGRSGAVKPLVDLLGNGTPRGKKDAATALFNLSILHENKGRIVQAEAVKHLVDLMD
PAAGMVDKAVAVLSNLATIPEGRTAIGQARGIPSLVEVVELGSARGKENAAAALFQLCTNSNRFCNIVLQEGAVPPLVAL
SQSGTPRAREKAQALLSYFRSQRHGNSARR*                                                 
>Bdis_3g32800                                                                   
MEAAAASPRSTSTTTGGNGMTAASAEALEEEEEEEQQSVMKVFVALPEKYKSGRSTVAWALRHLAAGSAVVVVVVAHVHS
PAQMIPILGSKFQASKLRPEEVDAYRQYERGKVNKHLDEYIRQCTKMKIKVEKLVIEHEDVAEGIVQLVSKHNVGKLVMG
AAADKYFSRSRKMEAPRSKKALAVMQNADPACKIWFVCKEHLIYTREVGDTRKIPTPTPSARYSVQPSRYAKMAVAGCMK
MQRSMSEKALPLRPSSSSSSSRPAAARRALSVLCLEEDLSVGSWDSVPEEILPSSCRGEASSSDDDDDDESSSFEVPLDE
ALAAILPISSTVPGHHQQVAKFFEDLCSDEAARKTKGGGVKEEAALAKEEVRVLKEEMEALKRDRDAAVGELSEQKAELE
QRVAELEDAAASEAILEEEEEEEEEEEGVDGLAWRAAEFSLVELRLATGNFGDAAKVSDGVYRGVLRSATVAIKLLPCRS
PQGPPQFPRQVRALSRVRHPNLVTPIGLCPKPPALVYEYLPNGTLEDRLATSPPLTWHARTRIIGEICAALVSLHSAQPR
PVIHGDVNPSNVLLNADLDTTCQLADAGGLVSSRLLLTATPSMAAAYADPELQGGEPTASSDVYAFGVLVLRLVTGAPPL
GVAGKVEEALERGEMEEAVDRTAGEWPFAQAEKLMLLGLQCAEASARKRPDRMSQVWRVVGPLVKAAAAMPVPAPAAESP
AGCLFGETHAPLYFTCPISQEVMRNPHMAADGFTYEAEAIKGWLDSGHDTSPMTKLALPHRHVTPNYALRSAIEDYMKKQ
QQHTTASQSVRSN*                                                                  
>Bdis_3g35830                                                                   
MQPHERRAAPGRRMLALPAVCPCEAIQPGPLLASLLTLVADVSGRDASAFPALRRGAGDAVRIAGVLLAFLEEISESAAL
PVAAVLGLSELHVATQKLRFLLADCARKGARLWVLMNAELVASELRFVLGSVATAMDVLPADVAAASVEAEELARLVSEQ
AWCAARVRPDADDARAAWSVRSMLAQFKGGATPDAEDARMVLGRVGITSWWLCAEEAAFLEAELMERLEDGREDDNDLVL
ISGLMAFLVYCRVVLFDRVDSKNAPAAASQDSPAAASCGATWTGSQDALLCPITLELMSDPVTVSTGQTYDRASIKRWVK
SGCRTCPVTGERLRSAELVPNLAARGIIEQLLLSRNALHEPPSNKHRNAVDKTVAAFGPAAAGGVRLAAAFLVSRLSRGN
GTSTTTEEQRKATQEVRKLAKRNVFHRACLVDAGAVPWLLHLLSSPDASVQENAVASLLNLSKHPAGRAALVEAGGLGLV
VDAVNVAAKAEARQNAAAVLFYLSSNGSENYCQEISRIPEAIPTLVCLMREGAYRGRKNALVSLYGVLQNSSNNSQRSSV
SVGKAVSAGAVGVLAGLVLSGSGDREDLASDAVALLARIAEQPAGASAVLAIPELVEGLVGFLGACASRSGKDHCVALLA
SLCRHGGDGVVALMGKMPALMPALYALVAEGGGVGAKRARWLVNEIHRVYDQRQLPAVAQPAGDRAIRVQHTNFVS*   
>Bdis_3g36090                                                                   
MGAPRARRWKLLPFHSKAKPPPPPLPVPAALLGKEQEEEELPREFLCPILGAPMADPVILPSGRTYERACVQACAELSLC
PPGEDAPGAGGAGVAIPNDALRAAIRTWRTRSGRAPPAAPSAAAAREAVVRAVPTPRPQPGRSSSNLSCSSRASAASTSS
SSSRSSSEITTLELEMSRAKEAAKEATAEELEVGRLAAKAVEDGDEWEVEAAMAALRQATRESASRRRALCVLPRLLAAL
RRVLLSARTSPAARADAAAVLANLSLEPENRVPIVRAGAVPALIEVVAGSGAPEACEHAAGALFGLALHEGNRAAIGVLG
AVPPLLAVLVTRDSHCPRARRDAGMALYHLSLAAVNQSKLARAPGAGKSLLSVASDPTEPLPIRRLALMVTCNVAACPEG
RTALMDAGAVAKFSAILSDDARGSSELQEWCVAALYDMSRGSPRFRGLARAAGADRPLILIAEQAQAGVHKDMARKALRA
MLGLEDINGGGLHDFTSSGRNDDDDESGTVASSVPARRRRAASWGAAPATRLPNPHHWRSVCID*               
>Bdis_3g38610                                                                   
MPQPALPPSSSDIPEPSGGGRELDDEDLVEELLTTVNSARAYADFRRTQRKECHSLLRWLQLVLPLLEELRDSSPRLTDN
AYARLALLGRAFAAARRLLRSCHDGSKIFLALESEAVLGRFRTVYEKMNSALDGMPYAELGVSDEVMEQVELMNAQLTRC
KKRRDTQDIELAMDLMVILQKKEDDERGSDGAILDRLASKLELQTLPDLRAETVAIKKLINERNGQHPDSTKQIVELLSK
FKAVAGVDEKNVLGGEVAVTAKSLDKCPSLMIPDDFLCPITLEIMTDPVIVASGQSYERRSIQRWLDSGERTCPKTRQPL
AHLSLAPNYALKNLILQWCEKHKVELQNREPEPEPIDDNRPKEDIPSLVEALSSIHPDVQRKAAKKIRVLSKESPENRTL



IAHNSGIPALIGLLAYPDKKVQENTVTSLLNLSIDKGNKLLITKGGAIPLIVEILRNGSPEGQENSAATLFSLSMLDENK
AAIGTLGGIAPLVELLANGTVRGKKDAATAIFNLVLNQQNKLRAVQAGIVPALTKIIDDGSQLAMVDEALSIFLLLSSHP
GCLGEVGTTAFVEKLVQLIKEGTPKNKECALSVLLELGSKKQPLLVHALRFGLHEHLSIIARTGTSRAQRKANSLIQLAK
KCY*                                                                            
>Bdis_3g43540                                                                   
MAKPTPVATAEEAAALRRRLRRLVAAVTTGGADGDAFDEAASALAALRAAELGRRKDGGGRGGAAGAGGKRTATQASVPE
QFLCPISSEIMRDPVVLASGQTYDRRFIQEWLSAGNRTCPQTQQVLSNTILIANHLVRSMISQWCTENGITLPPVEDREE
DLVTNNERKACGEIFDRITFSSNISEQRQAIKDLRLLTKRNSSFRAVIGEKPDTIAQMISVVADSELEHSAEVLEDTVTT
ILNLSIHESNKKIIGDDPTAIPFLIRALQSGTMDARSNAAAAIFSLSALDSNKAKIGESGALRPLVDLLEQGSMIAKKDA
ASAIFNLCMLHENKSRATKSGVIDVTLKAICDESLIDESMAILALLSSDHETVEEIGETGGVPCMLRIIKEEDQCKRNKE
NAVAVLFAICMYDRSKLREIAEDESLNGSLAWLAQNGTTRARRKAAGILDKLKRTMHATHYSC*                
>Bdis_3g43630                                                                   
MNSPRSAARSVRQQQAPSDVVSTSGLVPVQAARTGIHKKDSSKQQPVVHTRSEFAATMQSALVKIQEAAAAGSKGEAAFA
EMEQAMTGLMAVSYKEAEPAKLPRVFATRWAQDDANPLMENVMDDPVTLASGYSVDQTYYQWFVSQKNTCPVSGHSLPHS
ISVPNHLLRDMIAAWCLDHSKLAPSTTADILSVPWIPPSEEQIQVILEKLSGSSGPPKETLHLIQLMSKTSKGVQPCLEK
WPDLAAVLLDLKKKWKLLWTPDLEEERITIILNLSMHRPNREILAEQRKLPGVLLKVIEKADSLGSSASLLAMVASIIFL
LSEFGMFRKKMLDIRGMKMLRDLLKIEDVVVRKESGTAILALCTDEEGKTLAEDYNVADTLLECFMVTDEFLLLLERLPK
SPHALDKICDRAVEWVNIIMGEHASGMVTSRGIHSAISLISIIAERDVGKLKVKNLEDFKERLRELTSKRMPMQTMFLVD
RIMKTLSEMFPAHSQLQN*                                                             
>Bdis_3g45200                                                                   
MEDSSVQVDVPPYFLCPISLEIMRDPVTLATGITYDRGSIERWLFDKAAGGQGHATCPVTRQKLATADELVEATPNHTLR
RLIQAWCAMHAVERFPTPRPPVDACRVAALVDEGRHQELAALRELKAIAAESDRNRRLVESTPGALDFLVSVVKNHVGAT
ALTSNKSAQDLLELDSPRSSPAEDALGVIYSLKPSKKSLARIIESNSDFLDTTLVSVLRRPSYQSRTYGILLLKSLVSAM
EPAQLMALRSEALLVEAVRVVSDRVSTKAVKAALQVLCRVCPWGRNRVKAVEAGAVTALVELLLDEGSRHPTELAVAAID
HLCGCAEGRSELVAHPAGLAVVAKKAMRVSLAATESAVRAIHAVARHSPTAAVLQEMLAVGVVAKLLLVLQVDAGERARA
KAKELLRAHARVWKDSPCLQAHLKAYYPS*                                                  
>Bdis_3g45250                                                                   
MGRKETSGRLSAEYHGLEVKVPSLFRCPISLDVMRSPVSLCTGITYDRASIQRWFDSGNNTCPATMQTLPSTDLVPNLTL
GRLIALWASTGASGASSLAPSPVGPTPAAAAADLLRRIADPSKDPCPALHKLAAFFSEDDVDEFDKNAVVKASGAAETLV
AVLQRSSTSQSDDDAGRGAAAVVRILAAMAASDCGIEEENRKRVAAALAADAASSVASLARVLRSRAPESRVDAARLVES
MLRDADAMAMPGVKAAVAESEEMVSGLIRLVGLVDGKGRSLDSQAVEAGLSCLDAIAGSTRLPRSEMVRLGAVQAAVRVL
SAADDAACTTGLALRVLEATVSCAEGRAVVCEKAETAIPAVLSKMTRGGTMRSAEAAVAVLWAVCHKYRDRRAVEAAAAS
KNGLTRLLLLMQSGCSPAAEQMASDLVKMFKVNAKTCIAGFDSASIHVMPY*                            
>Bdis_3g45380                                                                   
MPGSVPLALGLDTVGLQVPWYFRCPISLELMQDPVTVATGQTYDRASIESWVATGNTTCPVTRAPLADFTLIPNHTLRRL
IQEWCVAHRSLGVERIPTPKQPADPDLIRSLIAQCPGLPALRKLRALARESDKNRLVMATHETRAALVEMAFGAGGGGEE
AQAEAMAVLSLIGMGEAEAVEVVGREERVARLGKLLGSSQGIMTLEARVNAGAVVEAAAAVSGAEARVVLGVAEGVMEGL
VALVDEKGNNARAVRVGIRGLFALCLAKENRPRAVAAGAASALARRVAEGGCAGEPERALAAVERLCRTEGGRDAVVSGA
GGGATAVTALVRAMSGRAAEHAAGALVAVVGGSEALQVEAVRAGAMSQLLLMVQGGCSERAKRKAQHLLKLLRSAWPTTD
SMANSDDFLNPY*                                                                   
>Bdis_3g51397                                                                   
MEETGAGGAVYRRWDTSGSGSRYSFRTSVSSLAEMDGEVVEEETLVNQQAEAAGAEDDRVFVAVPQEVKHGKSALLWALQ
NLAKDGARVVLAHVHCPSQMIPMMGAKIHYTRMNPEQVKDHREKERQKASEKLDEYVVMCTTLKVSCEKIMIDKDDVAKG
LEELIALHGITKLVMGAASDKNYSKKLKTPKSKTSLRLMEAGAPSCKIWFTCKGILICTREANTTVPAVPPSPAPTVAST
LSENSISSHMRSLTIHHTESEASSSNGSPKQGLNRSVTAVPRHTSRAAGSTPSRLFEPFKLNANSRPPRTPMSSLDSWDD
FGRRSESSWYNLSRNGDATSVSESAMQHPLNESDDDRLSSPSHELESSGVDAEMYARLEEALRESQESKKEAFEESTKRR
KADHELFSALHKIVKRVIQTNEDKLLLQAKELEKLYHHEIRQRKTIEETLLRQTQEIQEMTILRDTIYNDLHDAEEQKII
LEQCVTKTKSTLESHEEKLATSKYLIEVLQADKVKLQQERDAAVTAAEELRQKNEQRISMPTEALNTEFSAFELEQATRC
FDEALKIGKGGFGCVYKGSLRNTTVAIKLLHPESLQGQSEFNQEVAVLGRVRHPNLVALIGSCRETFGLVYEFLPNGSLE
HRLACTNNTRPLTWQVRTRIIYEMCSALSFLHSNKPHPVVHGDLKPANILLDANLVSKLGDFGICRFLTQSNASATTTLH
RTTTPRGTFAYMDPELLSTGEITPRSDVYSFGIIILQLLTGRPPQKIAEVVEDAVVNRDLHSILDPSAGSWPFVQANQLA
HLGLRCAEMSRRRRPDLARDVWMVVEPLMKAASLTAGRPTFAAASRGEASTPSYFVCPIFQELMNDPHIAADGFTYEAEA
IRGWLDSGHDTSPMTNLKLAHRELTPNRGLRSVILEWQQQQRQQELDEDWR*                            
>Bdis_3g52120                                                                   
MEEPPQLFLCPISMQLMEDPVTVSTGVTYDRRSIEQWLFAYGRTTCPATMQPLANLDLTPNHTLTRVISSWLRRSPSSSS
SMSPSTSSLSSPAHGTPNEDETPLSRMLEEERMRSAVGELEETPFKVTALRGMARRVSGDAAMQRVFVASGGVQAVGRVM
SQALAESGSGGDFSAFAACEEAAAVLAALLPLLSESDDDAEPLALLLQAPECMRPVMALLQRGGAEARLHAMDILTKISS
NAVDWTAGIDVDDVLKPLLELVSDEVSARLSSRALDVLLCVVSRSSSATSAIARAKAVDVGAVHVLVELLVVDDHHRHVA
ERILLLLKRLCKCPGGRLAFAEHGLAVAAVARTMLRVSDLATRLAVKVLWLVSVAAPPSPAPEKVLEDMVLTGAVGKLLG
LLHVESAPSTKQKTVRMVRIHGVFWRQYPCFPTDLRDYLRLLD*                                    
>Bdis_3g52800                                                                   
MDSYSSWMENTASSQRNSCPKVHSSLCSELTIMLDKVSSILPSIEAARPGCKAGIQELCNLYNIVGKGKLITQHCVECSK



LYLAITGEAILVRCERVRDSLKRSLFLIQNMVPTVLANQIAEVHIDLGDVKFVIDPLEEEAGKIILEMLRQSDATEELEL
ETFMQAASKLNLTSPKAILIERRAIKKLLNKISGTDPKKEGVLKFFLYLVNKYGKNIKSDTGERNEKMQPENKSWNPSLS
LANDASTPGKCCTPTDFQTYEYRNSMSGEATPPTELCCPISTKLMHDPVIITSGQTYEREYIEKWFSQGHDTCPRTRIKL
ENFAMIPNTCMRDLICNWCQEHGFSISDFLPSKNAYSYLPEQLHGHSMSSLCNVSVPLIDGNARNFVFDHTNSSALSDAS
YVSDSSHVKDMEEPKDSFSQFSWSTDYQKYMSFHNFNQGMFLRFFCELSQLPLEIQGSSIKDLKNILDDENEVSCAMISN
GFVEAFLEFLRNDSGSYSMQAQKDVFLFFLAFLSSSRTKIPSMNEEVFQLITSFLDSELKNEALLVLYELVQHLSHQQSH
LMASIVIPPIFKILESEEIEGLELPLKIICDLSSDADIQAHLISLGIFSKLSPILTEGSFIECCLKILWNFCDAEEARVL
ITRTDRCLGCIAEYLDTGSPKERELAVIILLAICSHSTEDCSLVMKEGVIPGLVDLSVNGTDEARRCSSKLLHLLRDLRQ
SDQLSNTCSQEGAVANVVEDPPESTIRKQPTSKSSRFFQRKMNIFSKPRSLTLF*                         
>Bdis_3g56035                                                                   
MEVGGGSHEEEEEEEVPAAVVYCAVGKDGGREWKANLRWVLANFPHRSRRRFSLVLAHVHRPPHRVNMMGAWVPVSQLAE
HEVAAYSKLEEDRASRALDDLLHICTSQRVRARKVIVSADDAARGLVRLADDHAVAELVMGAASDRAYTRKMCAPRSKKA
VTVQRKANPACRIWFLCKGNLICTREADEVGLNRAEPSTSSSSPSPRSSSAVSDCSRSKPSMPFGMHESASAGPTTLRRR
TSSRDADSDNATDHNGAEDDHLGHDASSSSAAAAADVVGAFFSTAPAASGLRDAEDQDSPAPSHHGSSDGAGEMDDDALY
ERLKEALVEARNLRHEAYEETRRRQKADRDLAHASRMAKEAESSWQGEARRRKETEERLARERVAMEQDRRDLDGILEKI
MEVDGRSAELELQIADSERAMSQLDVRLSESYGVLDALRLECERREEPATAGEPSVPEVDVAEQSMSFWRLGLSELEEAT
GHFNESARIGGGGVYRGSLRGMSVAVRMVSPEVAVDEARFTRAVEAMSRARHPGLVTFLGACPEARAVVHELVPGGSLED
RLEGKEAPTLSWQARCGVAYRTCSALAYILSTGAVHGDVRPANILLEDEGCSSSKLAGFGTRGLVAAKERRRPGGVDVAY
VDPRCLATGEPTPRSDVHALGVVLLRLVTGKPAFEARKAARDAAAGSTPWHEAVGHAGAGGWPVERATEVALLGLKCCAG
DEDEDVAGGGATAEQLLEEARGVLEAATMAAPGRTWSSLSSASGAGSESGGGAPSYFLCPILKVVRHSSISDVISMEVMR
DPQIAGDGFTYEAEAMREWLGSGHDTSPMTNLKLPTDELLPNHALRAAIQEWRHTTTPGTSSASSDRFH*          
>Bdis_3g56317                                                                   
MLSVPLSTANVSEEKSMESGRAMMERQTARRAPTNMTQMPESLFASVILAKDLTARCRGRSLQLTDDAIQSITQDLENVI
QNICDHLGRIPASAFGSNACTDGAIRSHSMMSYFGVDMPLNAATDGPNRRSVYDSDMPRLVDFLRGMHHESHEFGGQTFN
SLPEVTEFVEPLYDAFFCPLTKEVMTEPVTTEGGVTYDRRAIEEHFERFTGSSEPVSCPVTKMPLQSKAVMSNASLKSVI
AEWTMRNEAMRIRIARTALALSTTDSMVLEAILELKSLAKLRGKNRMQIHKIGVTKFLAKLLDNHNTQIRCDALELLCLL
VEDDEGKDIIGKTKAIARTIKLLSSNTTDERHAAISFLLELSKSELLLENIGSTAGSILILTTMKINDSDDPIAAEKSRA
VLKNLEKCSKNIKYMAESGYLDPLLSHLVEGPEEVQMEMVSCLSELVLEQELTIDITGNTSGVLIKMVCGCNTAVRKAAL
EVLVQLSSHHPNNKVLVEAGAVPVMVEELFIRKADDEPLCYKASAATVLANIVESGIDPDTTVVNKEGHVLTSKYCIYNF
VHMVKCFMPDNLNLSIIRLLLALTALAKPLDVVVSVVRENHRGHAIVELMNSRMEELSIAATRLLITLSAHIGHTVAERL
CKTQGQPGRLVKSISHTGHVTERRAASVMLLSRLPHRIISLNLGLVQEGAVPAILSGIEEVQNGTTRTSRHAVPYMDGLV
GALVRLTTTLYNPTVLKAVLDHSLASVLTKLLTGASGSSEVQRLAAVGLENLSYQSIKLSQLLPEEDPRPKRKTILKRLM
DTKVHVNKNPQRQVCPVHRGVCSAATTFCLLEAGAIQGLLGCIESDNTRVVEAALGALCTLLDDRVDVKMSVAMLAELDT
VTRVLGALRRHKEKNTLWQKCFCIVEKFLIHGDDRCLREVTGDRMLPTALVSAFHKGDASAKQAAEGILRRLHKMPDYSA
TYVSVEF*                                                                        
>Bdis_3g56960                                                                   
MATAEAAAAAEIVREIAAVAAADLAAAAEPLRADCLRLARKVSLLSHLVAEIAEPGEGGARDAEAAVAWVGELVRALQAA
RRFVALGRAPALAAGASDQDVIYNNITVQFKYVTWQLQAALANLPSSCFQISDEVQEEVDLVRGQLRREMEKKGALDLNI
FSKIHDILALRAANVGSQSQQPLDKRETPQMEDFGSDHLELQNVALLVSEISGMSKPDVMKIIPELIEGLENTSDTDSAK
PVNVSSRPSDETIVPPDKVQKPDSIAMPEDFRCPISLELIRDPVIVSTGQTYERAFIQRWIDCGNRTCPKTQQKLQNLTL
TPNYVLRSLILQWCEEKGIEPPTRSKSDGSSLEVGEDRLAIEALVRNLSCSSLDERKSAAAEIRSLAKKSTDNRILLAES
GAIPALVKLLSSKDPKTQEHAVTSLLNLSIYDQNKELIVVGGAIGPIIQVLRMGSMEARENAAAAIFSLSLIDDNKIMIG
STPGAIEALVELLQRGSSRGRKDAATALFNLCIYQANKVRAVRAGILAPLIQMLQDSSSIGATDEALTILSVLVSHHECK
TAIAKAHTIPFLIDLLRSSQARNKENAAAILLALCKRDAENLACIGRLGAQIPLTELSKTGSDRAKRKATSLLEHLNKLQ
VL*                                                                             
>Bdis_3g59830                                                                   
MVTPVSLPRRLRGFRDRGGAVSSEIPLTLTVRRTPCGQQQQQPEVPAQFLCPISLEMMRDPVAAPTGITYDRESVEAWLN
RGRSTCPVTGRPLRLEDLVPNHATRRLIQDWCVASGMADERAPTPRVPLSALDASELMGAVAAAAAPGDGAACRELVARA
MALARDSDRDRRCLASAARAGAALSSAFCSLSRHDAQTASSAGVLEEILAAIVVFSSPLDADSMRRIACSPSSLSSVVSI
MSNADLSLPHARAAAAVVLREIASSSDAQCLDAMTNTHAIYVALVNILQNPVSPQATKAALVTAYYLVTARGELAAPHMA
ELGIVRHLIELLVDCDKGTTEKALAALDAMLLKCEEAKGEARSLRALAVPVLVKKMHHVSDMATEFAVSALWRLCKNDDD
VNGGCKAEALQAGAFQKLLLLLQVGCEGVARERASELLRMLNGAREDGAECIDTVDFKALKRPF*               
>Bdis_3g60810                                                                   
MAHNSDGELEEQSNEGYQEAAFEAFMCPLTRQVMQDPVTIETGQTFEREAILKWFKECRDNGRRATCPLTQTELRSTAIT
PSIALRNVIDEWRARNEEKDLEKACNALGMHPESGEEDETLRALVYISQICQRSGAKKNLVREQGIIPMIADMLKSSSRR
VRLKSLQVLRAVVEDNDQNKEELGKGDTVRTIIKFLSNEHIQERELAVSLLYELSEYEPVCERIGAVYGAILLLVGMGSS
KSENTIAVEKAEMTLRNLERYDTNIKQMAENGRLQPLLTKLLQGEPEVQVTMAEYLGELALAHDVKVVVAEQVGELLVSI
IKTGGLPAREATLKALREMSSNETSAKILLQAGILPPLVKDLFSVGASSHFPMRLKEVSATILANLVASGASFRSIPLDD
AGQTLLSEDVVHSLLHLISNTGPAVECKLLNVLVGLTSSDATAPDVVSAIRSSGATISLIQFLEAAHREIRVESLKLLRN
VSPYMGAELADAVGGHLSSLLRVVSDSGGGGVTEEQAAAVGLLGDLPESDTKLTRQLFELGAFRMVSSKLAEVRRGAIRG
NRYVAPLTEGMVKVMYRLACAVATEEEYVELAREVGLAPLLVELLQVNGQQDTVQLYAALALEKLSLETKNLTVMPDPPP
KAAGGSFLWCPCLGGGGAAATKAGSVEGVCRVHGGYCSLRESFCIVDGKGKTVERLVACLDHLNPEVVEAALAAVSTLVG



DGEEEGVVVLGEAEGLRPVVEILVENRTEALRRRAVWLVERILRVEDIAAEVAADQTVASALVEAYRNGDPRTRHTAERA
LRHLDRIPNFSSAFHNQGQPRRPS*                                                       
>Bdis_4g04270                                                                   
MAGDREEDEEGEGVALAPRPATATERVAKAVDAATTCSTAGEYRNAYKRPLLALSRRIRLLGPFAEELRERRAPAEKEED
GEEKTLAPLADALEKALDLLRLGREGSRISLVFERDRVMKQFQEVIAQLEQALCDFPCNELDISDEVREQVELVHAQLKR
AKERVDMPDDEFYNDLLSLYNKTYDPSAEQAILERLSEKLHLMTIIDLTQESLALHEMVASGGGQDPGEHIEKMSMLLKK
IKDFVQTRNPEMGPPMVSTVMDSNGEQKSIAVPDEFRCPISLELMKDPVIVATGQTYERTCIEKWLASGHHTCPTTQQRM
ANTTLTPNYVLRSLISQWCETNGVEPPKRSSQPDKPTPVCSPSERANIDALLTKLCSPDLEEQRSAAAELRLLAKRNAHN
RLCIAEAGAIPLLLSLLASSDLRTQEHAVTALLNLSIHEDNKASIMSSGAVPSVVHVLKNGSMEARENAAATLFSLSVVD
AYKVIIGGTGAIPALVVLLSEGSQRGKKDAAAALFNLCIYQGNKGRAIRAGLVPLIMGLVTNPTGALMDEAMAILSILSS
HQEGKAAIGAAEPVPALVDLIGSGSPRNRENAAAVMLHLCCGEQQLVHLARAHECGIMVPLRELALNGTDRGKRKAVQLL
ERMSRFLVQQQEEHESHSRLQAALVQVLPEAPVQVQEGEIPDQLDSPVPQYPVLL*                        
>Bdis_4g22590                                                                   
MAMRNDIWEKKLQDPSAIPMFLPLEFLKAITGDFSTEQELGRGGYGVVYKGILRSGKSIAVKKLFDLHVLEDNKFQREHL
LFILAMPQLFKLCCSGYMAPEYLIQGIVSIKADIFSFGVIIIEILTGCRDYPLSVVPDSQDFIEKDSPKSTNTSFQHFKA
KSRRGPGEGDWRRRRVVVEVKLGRQKWRSQAPGLRAQISGEDGRSERIQAAEAPCGGSSVVEATSRGGGGGSAIRQILDI
WRNRLQISLGDTLLEQIRICAEIGIQCIQFKPGKRPVTQHIIDMLDEVNIINGSIKPDMSTPAAVQVLENEKIMKISQDI
ALRIEQVLDGISFDEPGISDKVREQIELIHIQLKRAKELSDSSDGDLFNGLMSVYNSSTNATGSDQDIHRGLSEKLQLVT
ISDLSEESLALHEMSIRADPAAVVEKMSMLLKKIKDFAQALVPASLTGTSSKDNSTSAVIPDAFRCPISLCLMEDPVMVS
TGQTYERASIAKWFKAGNDTCPTTQQKLVNKSLTPNYALHGLIVQWCELYCLELEPPKRPVEVSSIIEHNRVTELLQKLS
SQNLLDQRGAAGTLRQFARRNTESCARIGDSGGIPVLMGLLSTTDVSTQEHVVTALLNVSIHDENKMRIVSSGAIPGLVE
GNKGKAVTAGLVPVLLELLKGAQDGIPDEAIALLSILSINPEEKAAIIAGDAIPSLCEVIRNESPRNKENAANILVHLCS
GEQHQHLAEAQQQGVVPSLVELARSGTDRAKRKAIQLLEWNKENNGVT*                               
>Bdis_4g29360                                                                   
MYVHFQTSLTRKFMRRPILPSILARAPGPAGSSSSPMAPRINLQPRRRRLLSLPAVCPCEGIAPEPLLASLVSLAADVAS
RRGASGDFPVLRRGARQAVRIAGLLLAFLEELTPTAAVPSSAGLALTELHVAMQKLRFLLTDCEHRGARLWLLVNAGLAA
SELRLALGSVAAAMDALPRSVVEGASVEAGELARLVSDQAWRAVVRPDAGDELAMRSVRSIMDQFRHGGPPEAEDAMRVL
SRIGVGSWLECSEEIAFLDSELTARLDDARDGNSYSSDVVLINNLMAFMVYCRVVLFDRIDADQKADPVRPAAAWCPEWI
RPETLQCPITLELMTDPVTVSTGQTYDRASITRWIKAGCRTCPVTGERLRTTDLVPNAALRGIIERMLLSNGVSLPDQSS
SARHQNHGDVASPAVPSFSASAAAAAELAVAHVVAQFKRGSTEERRKATCEARRLSKHSLYYRARFVEANAVPWLLCLLA
TTDAAVQDNAVASLLNLSKHPGGRAALVEAGGIGLVVDVITVVGAKAETQQNAVAILFYLSSNAEYAEEIGRFPEAIPKL
VELIRAGSTHRGRKNAMVSLYGLLQCPDNHAKAVDAGAVAVLASLLSGDHEEDLAGDTVSLLARIAEQPAGAQAVLACPG
LVPRLVEFLAASASRSGKDHCVGLLVSLCRHGGDKVVALLGKMPGLMASLYSLVAEGSPLTIKKARALLNVIHRQYELSR
PSSSPPAPVPAPDAGDRVIRAL*                                                         
>Bdis_4g29540                                                                   
MGATRPRRWRLPFQRSAPSSPSSKSFPAPYSPALSAAAAASEAEPKGEQQEEAAPPEFLCPILGALMADPVILPSGQTYE
RACLQACKELSFFPPGTGSGSDAMIPNSALKAAIGTWCARSGRAVPALPSEEAAREAVLRAMPPPAAAAAAEAKSVRTRR
PPVAASPSNSSYSSPASAASTSPSTSSSEITPAEEDVAVKTAKVVIQAVDPLENEVVAKVMDADEDGVVAAAMAALREAT
RESAERRRALCTPRLLAALRRVLLIPRHASARVDATAVLVNLSLEPANKVRIVRAGAVPALVEVLRTGGSSVPAEARENA
AGALFGLALHEENRAAIGVLGAVPPLLDLLTSTTQHPRARRDAGMALYYLSLAAVNQSKVARFPGAPKALLAAASDAAEP
TPIRRLALMVICNVGACAEGRATLMDAGAVAAVAGILSDDTTRVAELEEWCVAAIYALSRGSLRFRGLAHAAGADKALRR
VADEGAPGGVRREMARKTLRAMRTDLDNDADADLTGSSLECGDGDDCGGSIVSDGLMSFRRRQRDLGASSCGNTTEF*  
>Bdis_4g38690                                                                   
MFMRGGSGRSSNGSGTNRSASLREIDEEAATISEPEEDNDSGGKLHVAVGKDLKDSRSSLIWAAGNLLHGGDLRLVLLHV
HQPAERIMNGLCKVPASHLEEKELRAYRRIEKDDMDALLNQYLNFCRISLKVQAETLVIEKNTPAHGIIELIDKYHITKL
VMGTSSVSVKRNIPKSKVAASVHLQAKPYCQIFYVSKETLACSREATQLSVKPESPRSSCASSLSDQSEFPARSASLPPG
HPGFLGSADQEALPRRSNSVSYPLSGSIVDSVENLSLARRQSIDMTSTVFSPNSSQQSTVGSSLDLKDLDSMDGSPTPVS
IAISEHQHSMVETVIQNEVFEQLHRVRNELERSRKEASEGRQKAEKDLYEASMKFRARENSLCREKKEVEERLTREKAGL
EKEHLNICNELQKANGKRAELENKLLQANCRIEELQQLQGELQCEKDHAVREAEEMRQINGNIVFGSTGAVALTEFSYTE
IKEATSDFDDSKKIGHGGCGSVYKGFLRHTTVAIKKFNREGTTGEKEFNDEVETLSRMRHPNLVTLIGVCREAKALVFEF
MSNGSLEDCLQCKNQTHPLSWKMRIRIAADICIGLIFLHSNKPKGIAHGDLKPDNVLLDASFVCKLADFGISRPLNLTNT
TVTPYHRTNQIKGTMGYMDPGYIASGELTAQYDVYSFGVVLMRLLTGKNPLGLPNEVEAALSNGLLQDIMDASAGDWPPE
YTEELARLALRCCRYDRKKRPDLANEAWGVLQAMINYPDDKSATPSFFICPMTQEIMRDPHIAADGFTYEGEAIKDWLQR
GHKMSPTIYLDLAHHELIPNNALRFAIQEWQMQQKP*                                           
>Bdis_4g38700                                                                   
MATAGIPSPRAGDSPEPSSSVGSDGEGGEREKVYLAVGREVAGSKALVLWALHKFPKDAAAFVLIHVYSRPKFLPIIIMD
ANIYAPVLLTVGAKIPASQVGEQELIAHKKIELQRISDILDQNLLLCAQEKVQAEKMVVESDDVAERLVQLISEHRVTAL
VMGAAADKNYTKKTTPLSHEAMQEGRLKSGAQKFSVDRSTSLSETWCVSNTWLHKPNLEPHIERTSPNRSCDNEKEDVKE
YDKPDNKIQHILRELESARQQAYEEKCSREKAERELFEASQKAQASENMYFGEVKQKNEIEEKLTTTMEEVERLTETTDE
LCAKLQEERKKKLALEKKIGHSDRIIKDLMLQRDKAVREVEALRAKKGESSATAEGTMHITQLSCSEIKEATNNFEQSLK
VGESVYGSVYKGILRHTNVAIKKLNPEITQSQSQFNQEVEILSRVRHPNLVTLIGACKDTQALVYEYMPNGSLDDRLACK
DNSKPLGWQLRARIVSDVCSALIFLHSNKPHSIVHSDLKASNILLDGNNVAKLSGFGVCRMSTDEFRDTTTLYRHTHPKG



SFVYIDPEYVMTGDLTPLSDVYSFGIVLLRLLTGRPGFGLLKDVQRAVEKGCLEAILDSSAGDWPAMQAEQLARVGLRCC
EIRRKNRPDLKTEVWTVLEQMLQSASTRLCSLSFKSVSEDLGGVPSYFICPILQDVMREPLIAADGFTYEAEAIREWIDS
GHHTSPMTNLELLHRDLLPNHALRSAIQEWLQTNAN*                                           
>Bdis_4g39167                                                                   
MAEVQDGHYDSSTDSLRVEPIYESFLCPLTKRIMRDPVNIESGATFEREAILKWFKESDSRGERLVCPVTRKELSSTELN
PSIALRNTIDEWMHRNEAAKLDVARKSLTSESSESEILQALEYVAEICQRSRSSRHVVRKLGLISLISELMKNSSTKVRQ
KALESLRFVTKDNNDNKDEIAAGDNIRTIVKFLSHGHVQEKEQAVSLLHELSEYKPLSEKIGSVPGAILILVGLSSSKVE
NVLTIDRAEKTLVNLESCEKNVRQMAENSRLRPLLRLLLEGSPDTQLSMAAYLGELVLSNDIKVLVAQKAGSALVNVMKS
GNREAREAALKALNQISSYDTSAKILIEAGILPPLVTDLFTVGSNQLPMRLKEVSATILANVVASGANFQSITLDHNRQT
LVSEEIVHNLLHLISNTGPAIECKLLQVLVGLTSSSKTVQNVVDAIKSSGATVSLIQFVEAPQREVRMASIKLLNNISPY
MGQELADAFRANFSQLSSLIRVIADNNGISEEQAPAAGLVGDLPQQDSVLTRRLVQDGAFATIISKVIMIRQGESRGGRF
ANPFMEGLVRIISRITFVLDDDPDIIAVAREYNLTALFSDLLQMGLDSVQIVSATALGNLSRQSKHLTKILPPPNPGLCF
SIFPCISQRSVPTGVCRVHVGICSSRESFCLLEGKVVEKLVACLDHDNEKVVEASLTALSTLLEDGVDIEQGVMILCDVE
GVKPILDVLCENRSEALRERAVWAVERILRTHEIACEISGNQNVGTALVEAFRHGDFRTRQVAERALKHVDKLPNFSGIF
SKIGTQ*                                                                         
>Bdis_5g05967                                                                   
MVKPPPAEEDTAALRRRLRSLVTALTGEGAVADAFDEAAAALAALREAELSGRGKGARREDMRTVVEAEAVPEQFLCPIS
SKIMGDPVVVESGQTYDRHFIEEWFSAGNQTCPQSQQVLLNKTLIPNLLIRSMIAQWCTQNGFSLPPVENQNEDHASNSE
QRTFDDIFNKITSSSNSTEQKQAIKNLRLLTKRSSEFRAILEERPDSISEMTFSRFSTPELQNDPQVVEDMVTIILNFSL
HDSNKKIIGDDPEAIPFLIWALKSGDMGSRSNSAAAIFTLSAVDSNKVKIGELGAMGPLIDLLEHGSIIAKKDAASAIFS
LCLLHENRSRATRSGIVDVSMRAIRDQSLTEESLAILALLSSNYDMVELMIEFDGATCMLQAVRESECKRSKENAVVVLF
SICMYNRAKLKQVEEHENTNGSLAFLAQNGTPRARRKAAAILEMMTKTKTMHNRHSSC*                     
>Bdis_5g07120                                                                   
MDGGGRDTGGRDWSEEGIDEVKELGLRRRSRTASSSPPPLDPAPARILASRRQPPPPGPRPSGVPLPPRLQPLTFSEDAA
AGSSREYRQGDFAWVAETVSRLKEKGVIASSSSDGSKGSADMDLDDSEEETIPGLTDQGGGGSCGAGGSRGSADLDLDWV
EETISRLRDEGARPRLIPPDTSTSSGSELAFSFPPVKAPPDVVDAAVVLDHFAAPETPPRTANTRSEFLEATMEATAGAR
TVEIKKELLLNRKVLDLAGLERWLRRLEAVAELAWFTELCSDEKKEVPPVELSECAFRALQAARSNELHHGADARRSWIG
SVAVPDFFLCPVSKKVMENPVVITSGKTVDHSALEEWWNTHKHICPVTGEVLKHSISIPDVLIALCISWWRTENGIRDLT
AATDPPAISPEEEALFREVAMLAHTRSSFGEDYEAILCLHKLVDKEQCSFLHLIGHSPGTITILACVLPETCLDPNPKLD
NIILEIIAKAASYSTNKEVLGDDRYAIPVLIARALLGPVPMRAKCAQILGLLADNHYNKIKIGELGGFAAMMELLLVGDI
DVKKTVAMALANLCEARENWSRFVREGVGDAAISLLRNDMLVEEAYSILLRAKGFQLAMEDILQKLASFHDEEKCQAMVK
RLWDTFVRSEPGQRGCAPETSSSSSSEVSMEDVQAIVSWLQKKSYFSRTYKYRS*                         
>Bdis_5g09720                                                                   
MEGFSLAPAVDVPSYFLCPISMEIMRDPVTLSSGITYDRDSIERWVFTDGHGECPMTKQRLGAGDREPTPNHTLRRLIQG
WCAVHAVERFPTPRAPVDAARVASLVDAARRSGEHELMASLRELADIVAERDCNRRCVEGAPGAVAFLVSVVKTHATARD
EDDADAAGAAGEKPLLPGSARDDTPNKASSPDPEEVALGILHSLKLSPESWKRILERGDNFLDTMACVLRRWPRPGRSDL
SRTYGIQLLKAAVSEMPPAQLTSASADLVDGVVSLLKADKQPPSPGKMQNKKAVKISLQVLCRLCLWGRNRVKAVEAGAV
SALVELLLDDRGSGSKRAGELAVVVMDHLCGCAEGRLELVAHPAGLAVMARAVSARGVATTESAVRALHAVARHTATPAV
LQEMLAVGVVGRLLFLLQAGAVGDRPRERAREMLKMHARVWKGSPCFAPHLHASYPC*                      
>Bdis_5g09777                                                                   
MVRKETSTSMRLPPQHQGLEVKIPSFFRCPISLDVMRSPVSLCTGVTYDRASIQRWLDSGHTTCPATMLPLPSTDLVPNL
TLRSLIAHWSASAASCSPAAAGSVAFFAAGPSPAGLVRQVASSLGGGADPSPALCELAAYLSDDDVDEFEKNALVGAGRA
AETVASVLRRKGDQIVSVEGAEAAVSVLAAIVALDGIEDANKRRVATGLAVDAAASAASLARVLRGGSGLEARIDAARLA
GFLLDNADADAKAAVAESSQLVAELIRLIGPVDEKGSLDKKAMGTGLSCLATISGLRRAARAEMVRLGAVSAAVRALHAT
AEPGASAKALRILESAVGCAEGRAELCKDAEETVPAVLDKMMKSGRDGAEAAVAVLWAVCHKYKDRRAADAAAASEGGLT
RLLLLLQSGCSPPARQMAVELLKIYKVNAKSCLAGYDSKTTHIMPF*                                 
>Bdis_5g10650                                                                   
MSIPHLFRCPISLDIFTDPVTLRTGQTYDRQCIERWLADGHRTCPVTMQPLGDAALDDLVPNRTLRHLIDRWLSAATDHR
LPLSAAGDDDEEPSLAALKRCLLLQPDAAKVISTLKKVLALASESDVGRACMLQLGFLRVLLPLVFHAPARAECRSDQAE
VEELALRCALSLMPTNPVAPELDCLNVLKREPCLASFVRLLERGSASARAGLCRVLETVATADATRDDLALLVAASPRVW
DALLMPLLSSDADPEHEAEAAAVRAVAAVVRASEPARGSAVSHGAVGALVRHLSKARKATEDGAAASALAAVESLAAGSE
AGRRAVAGAPGATRTLVRHVFRMASSSSDACSENAVAALLAVCGESRAARSEAVGAGVVTQLLLLLQSQCGARAKAKARA
LLKLLKSK*                                                                       
>Bdis_5g14110                                                                   
MERAEVDVDFTVPDNWKLHGELCKKLYKIVHEVSNAIPALESTRPGSSSGLLALSSLRIAVDKAKNLLQYCSECSKLYLA
LSAECALSKFEKARDALLESLHQLEETLPEAIDSQIPEIANELENSVFALDQAEKQAGDQVKQIIQNEKKSNGFLDDNEL
DFFKQTAFKVGITSSATALTERRALRRVLERAHAEEDTKKESIASYLLHLMRKYSNHFKSETIESINSQCSSPSCSFSSI
SSSIDLLGNVPALEKLLPRSGSFNFKQIKGLSASMPLPPEELRCPISLQLMYDPVVIASGQTYERACIEKWFSSGNTTCP
KTRKQLSQLCMTPNYCIKGLIASWCEQNRVPVPSAPPESPKLKYLRIASLKSSKCLVTNGVSTILFEETGGKDDVKLNPD
DAFEKCSSHNSREAASEICEEEEMFKENCSHQNTGEAAPERCERWLRVLNKSGECIDEQREVVEQIRFLLKDDDELRNYV
GANGITEPLTYFLKMAVEREDVQSQEVGTMALFNLAVSNNRNKQQLLSAGVIPLMEQMIQKLETCEAAVAMYLNLSCLEE
AQAIIGASEAIPFLIKSLREEGARSDTCRMDALLTLYNLSLHAPNISPLLSSGVIHSIHAVLTPSSSWTDKALTVLINLA



MTWAGKKEIAANPSIVGDIVLILDNGEAAEQEKAVSCLWIICSGDEGCSQTVLQEGVIPALVSLTANGTGRAKDKAQKLL
RLFREQRQRELEQPRVELHEVASQAVAEQKLQQQQEEEEEQEEVAALAVKNAAGEQSDSGGKRPPRLSRSRSKRFARAFT
CLLKKWTLQKGGDSCKL*                                                              
>Bdis_5g19417                                                                   
MAPPSSLLRDLLVADGFKNRRSKKPVPDNSPTAPRAVSMPPQHRRPTKPSRSQSDVLTHSRLRDDDADDGQKLPAATRRS
SASLTSARSYQNKNKDGNGSTSSSTAIPCLDESALSALISLAAGSVKQFGTDEAFRAALRAGCTSCVGESNHRAVLDLRV
IAQTVERAAAAEEGQGLLDPRDLKRASLKLHALASLGPDEAQAVTASGVPHERLAACAHLYMSVVSRLQRKDHSSAVHAL
EAFCLAPREARTVLLPALWDRLFRPALSHLRAWRDREFSSAATAAASSVDAGRVKKDAVEKAFLDALDGGTRSLACYYRD
WLLGRTEAMALPSVPAPPSTALLAAGGAARFSSSTTYDIGSDVAFSSGSQSPAMFAIEETPGQPELVEKEEIVEAKAVDV
ESVFHECDGGEASSTSYTPTPRAEEHEPVPNELAMEASEPKIEDERSMHGARESTSYLPIRDMSAIDLLTLEFCEGSLRS
GTDGDQVHPSIFSTTPSDFLCPLTRQIFNRPVTIETGQTFERHAIVQWLERGIRACPVTGQELETLSVPDTNRVLKRLID
SWKSEHCKSLQLDTESRVPEEKLNVAVVDQVLDSGCDPAEQIQRARHLMAIGGVDFHLHRFQEGTVEQKARAAEHLLLCI
QAEGGCRNYVAVGLDGESAIRLVHSEVVSARSAAEEPHRNSKCREEAARILTESLTRCVSDENVVPNTRKALLILGGHFS
FSGDLLAEHWMLEQAGFVDDSSATSVNSDAAVQDTESAEEEAWPGHVTTVLLGSGRRPFLAALSRGLISPNAGLAAACLT
TAAWLSRSLASLDATDTQLAAFAALVPRLKQCLAGTGSSAHLQARHRVLAAVTLHNFSKIPDCRVLLMLLADGLRDHLAE
LAELTRTAGQLYAELSE*                                                              
>Bdis_5g19850                                                                   
MAMEPPQLFLCPISMELMEDPVTVSTGVTYDRRSIERWFFKYGKTTCPATMQHLASFDLTPNHTLSRLISSWHDRASSSS
SSSSSPPMAREKLPSLLASIESTPFKVTALKSLRSCMAGDEAETEAARADFLARDGIQVLGRVMAQALAESSGADFSAFR
TCEEAAAVLAALPLADDASVDMMLDPALMRPVAALVQRGSAEARMHAMAILSKVSRTASSKDWTADVDVDDMVKSLLDLL
SDDGGASSKLSSRALDVLLDVTSRSRSRSRSRSRNGNGNGNNKAFAEVTLAVRVLVELLPEADRHVAERALLLLKRLCKC
PEGRAAFAEHALGVPAVARTVMRVSGMATRTAVNVLWLASCASRPEEKVLDDMVASGAVAKLLALLQVESSPSTKEKAAR
MLRVHGAFWRRYPCFPADLRDYLKFLN*                                                    
>Bdis_5g27660                                                                   
MMIPELFLCPISLDLMSDPVTLLATGHTYDRRNIQRWLAGRRTCPVTMHTLPDKSELAPNRTLKHLIDRWLLTGRTLSVS
DLALPTLTDNLTEEQDDTAVLEETLRIVRCLSPPGLCASLLVLLLRAPPSPAPVLELALDCLVASPSKHELATALQQEEE
HKTKKIMPLIAFQLRQGSSVKVKTGLCRLIQILGSAGAHLLLGRSEQVMGALGAALVLHADNDAAVSSAALRAMWSLIRL
PDEATRETAVAAGAVDALLSYISSGHKTKKKNLLLPLALETLELLLTSVDAARQAMYARSGAGGSGTATLVRMVFRVPSD
GGSEHAIGSLLVTCRESGIVRVDAINAGLLEQLLLLLQTQCSPKAKTNARALLKLLRALWARH*                
>Sbic_01g026720                                                                 
MSSQQQLWTAPAKEEAPPPPPPPPPEFLCPITLDLMQDPVAAPTGITYDRAAIETWLFSGGQRTCPVTHGDLSAGDFVPN
HTLRRLIQDWYATNRCCSSVDRVPATPEEAAVAELEGATRAGDAERCAAARAGPALAWRAAEQNRRRGLESAGAARALAA
AFTFFAATADDAAAATDDVLDVVLAALVLVMPMDEAAILAVGSSSASVARLVAVAANGDLHRRLQAVVVIREIISLSAYR
DTTTDLSANAEAIAEVLVKTIRDGICQPATRACLVTAYHLACTGGESAAARLAAAGVVTVLVELLVDADRSTAEKALAAL
DAALAASGDGRARARADALAMPVLVKKMFCVSDAATALVVSVLLRICKKCPGDGEECPGDCASASARNARETAMAARRHA
IVEALQLGALQKVLLLLQVGCSGETKENAAELLRLMVRYQGREECCVDAMDLRGIKRDTTAILTG*              
>Sbic_01g029780                                                                 
MGVKFHSSKLSPEQVKLFRRIEYEKVDKQLDGYVHQCSKMKVKCEKLVFEKEDDVAGLIELIVLHKVTKLIISGAADRQY
SRKMDKPKSKTATEIMQRADPSCKIWCVCKGQLICTRGEEEEIAPSATPFVPDFDHQALQLVPYQKEDDVKSELGLYDEL
KEACIAAENLMKRALNESSRRQKADGEVASALQKAKEYQELYLEETRKREELEGALARAHREIARLRQANQVLPLDEQNK
ATDELQEAMSERSSLEGHIFNMDAVFGTAAGQATEQQQKEHVQIQFDLGTGEKDLELELELEALLNQSKLAAFSPSSVIQ
SPYEFDEDRVPSYFLCPILQEAMRDPHVAADGFTYEGDAIRGWLDGGNDASPVTGQPLAHRELAPNLALAAVIQDYTVMM
MKKRRQYRFGDSHDNTVAALQFLSSPVGSER*                                                
>Sbic_01g029800                                                                 
MSRRQGASSSSYSVSSFMSDELDYSDSLSLHEDSSTEHSGSRSELLSSLSVDLKMPPTEHVQSPAPHRDLEDMDFDADLQ
DRLQKAFDEIVKLKKENLEESCQRQQVEKELLVVRKKAKKLQDHLLKELQHSKGFEEARAADQRLIQKLKKDIELLKIQR
DEYLEKFHQASDQILLQPLGAAKEAHEQDKHEIETLREGISQLKIHRDEYLAKFQEKNKPKLAPVQYVSDTNVIENDSES
YRTSLDNQLWPYRDIAVRYSEGHTQFTLDQLKLATENFSELLKIGEGGYGRVYKGTICDTAVAIKILRHNENLQGLLQFQ
REVLILTKVRHPHLVNLLGACDEVSALVYDYLPNGSLEDRLSCKGNTPALTWQVRTRIIGEICSALIFLHSHKPKPIVHG
DLKPSNILLDADLVSKLGDFGIARFLVPSDTSTMVHLTDHPIGTMFYSDPEYMAHGELTQGSDVYSFGIIILRLLTGRHP
REIVKRVEDAMINDELHTIIDRSAGEWPFVQVQQLARIAMRCAAEKRRRRADLVTDVWPVVETMMKNASLSACPSTSSSI
QDESSVPHYFLCPILQKVMKNPHIAADGFTYEAEAIEEWLEAHDTSPMTNLPLRNCVTIPNSALRLVIQEHLQRGP*   
>Sbic_01g032170                                                                 
MASPSPASTRPQRSPDEVEDIILRKILLVSLTPPANPSPAVAYLELTAAELLSESRPLLALRDAAERLLIDRLSLPDPPA
GSPTPFAFLVSAFRRAADEARKISTIRDAALRARLAASIAHLRALILSYSRIVAGNPDTFPTPPGAQHPAADLLVFLLAE
AADPLDPTPAPGAPPPPGFIDEFFGGADYDSIEPAMGELYELLRQSVDKVSALGDFQRPLRVLRRLVGIPNCAKALVNHP
KWIPKNQIMLIGEGRVMELYSVLGAFFHVSAIRDREFASKPDVGQQCFSEASSRRPADLLSSFSTIKTVMNGLYDGLKDV
LLILLKNLDTREKVLEYIAEVINKNASRSGMQVDPLKCASSGMFVNLSAVMLRLCEPFLDNMESKKDKIDVKYLFCNNRI
DFKDLTAINASSEEVSSWIETINNEHAQNNASGEARFVESQEATSSGKNSTASLLRCTKKDNFSFICECFFMTSRVLNLG
LMKAISDYKHISQQLARFEDDLESNRAVRDQGGGSPQLEQDITRLEKIVEILSQDKFCYEAQILRDGAFLQRALSFYRLM
ILWSVNLVGGFKMPLPSQCPKEFACIPEHFLDDAMDLLVLTSRIPKALESFVLDDFLSFIIMFMGSTSYIKNPYLRAKMV
EVLNCWMPQRSGLNSTASLFEGHQLCLDYLVRNLLKLYVDIEFTGSHTQFFDKFNIRHNIAELLEYLWDVPSHRNAWRQI



AKEEEKGVYLNFLNFLINDSIYLLDESLNKILELKEIEAEMANTVEWERRPAQEREERLRVFHQWENIVRFDMRLANEDV
GMLAFTSEQIPAPFLLPEMVERVASMLNYFLLQLAGPQRKSLTVKDPEKYEFKPKQLLKQIATIYVHISRGDKESVFPAA
ISKDGRAYNDQLFASAANILWKIGGDPKIIQEFMQLAGRAKFAASEAMDAEAILGDIPDEFLDPIQYTLMKDPVTLPSSK
VTVDRPVIIRHLLSDSTDPFNRSHLTQDMLIPNTELKLQIEEFVRSQQSRKRSAAVSEIGEADGADDMAE*         
>Sbic_01g032290                                                                 
MVAIKLSCSQSLFQQEVGLVSILQKCRHPNIVTIIGICSEASALVYEWLPNGNLEDCIVSSNNSPPPLPWCKRTQIIGDV
CCTLLFLHANKPSALVHGDLRPCNILIDANYRSKLCNFGLSNLFLAPGAFPPNLNVRLPYIDPEFLTTGELTPQSDIYSL
GVIILRVLTGMSPFSIAKKVASALESDTLHLMIDKSAGNWPYTQAKQLAFLGLSCMEMTREKRPDLLTDVWKVIEPMVTR
PLVAYFQSVFEGSSAPAHFFCPIRMEIMKDPQVASDGFTYESEAIKHWLDRGNTRSPMTNLALPNRDIIPNHALRSCIQE
YLEFQRQQGQNLDP*                                                                 
>Sbic_01g039580                                                                 
MDDEAAKSVPTSDMNTDAAAEAEAAAAPLRPSSSEAAEREAKVEGADEEGQVVERLVELVSEIATISDFRNSYRRQFCNL
SRRIRLLVPMLEEAKEAPAPLPAASEAALRRLRDALHAARELLRLGSSGSKIFLVLDREKIMKTFQDVTARLEQALAGIS
FDELDISDEVREQVELVHTQFKRAKERSDSSDDDLFNELMSLYNSSSSASVDPDILRRLSEKLQLVTIYDLNHESLTLHE
MARGGDPGAVVEKMSMLLKRIKDFVQTEDPEMGARASTANIFPKDNSARPVIPDDFRCPISLDLMSDPVIVATGQTYERG
YIEMWLEAGHDTCPKTQQKLANKSLTPNYVLRSLITQWCEANGIEPPKRPAQLKDAPLPCSAAEHSNVLELLQKLSSQNL
EDQRGAAGMLRQLAKRSAENRACIGDAGAIPILVSMLSTTDVSTQEHVVTALLNLSIYEENKARIISSGAVPGIVHVLKR
GSMEARENSAATLFSLSIVDENKVTIGCSGAIPALVQLLSDGSQRGKKDAATALFNLCIYQGNKRKAVRAGLVPILLELL
MESESGMVDEALAILAILSGHPEGKAAIGAASAIPVLVGVIRTGSPRSKENAAAVMVHLCNGEGEQQQQHLAEAQEQGIV
SLLEELAESGTDRGKRKAVHLLERMNRFLKRQSQAQAEAEAMAQAHAQAQAQAQAQAQAQAQAQAQAQAQAQAQAQAQPQ
ILVQAEAHADMQAERSLLPTSPDISDR*                                                    
>Sbic_01g041450                                                                 
MALLVRRARRAATKAAVSLGGGGGSGSSSVELAIPAHYRCPISLDLMRDPVTAPTGITYDRESIEAWLDTGRATCPVTHA
PLRHEDLVPNHAIRRVIQDWCVANRSRGVERIPTPKIPVTPVQASELLFDLAGCARRRDAAAPARCAEVVAKIKALARDS
ERNRRCFASIGTGRVLAAAFESLASAAAADAAPAGRVLEDILAALVCMMPLDEEAARTLGLPSSLGSLVAIAENGTLAGR
LNAVLAIKEVVSCDGAFTDLSGKVDEIVDALAKIIKSPICPQATKAGMVATYHLALYDERVAARLAAAGLVPVLIEALVD
ADKSMSEKALAVLDAVLASEEGRASARAHALAVPMLVKKMFRVSDLATQLAVSAMWRLGKAHSDGEEEENAVTRCLVEAL
RVGAFQKLLLLLQVGCRDATKEKATELLKLLNKYKSVGECVDAVDFRGLNKLSS*                         
>Sbic_01g042180                                                                 
MPQYQELPCGGQVLDIDTALKDGILGGALEPVDAAAGDAGKQPLELRKMMDELDAAGDGGGDEAVPAVFICPISLEPMVD
PVTLCTGQTYERANISRWLALGHRTCPTTMQELWDDALTPNATLRQLIAAWFSRRYTRFKKRSADFHGRAADLVHSLRGT
AVPRRQPLKGQARVAALRELRTLATTHQSVTKAIAEAGGVALLTSLLGPFTSHAVGTEAVAILVSGVPLDVDAKAALMQP
AKVSLVVDMLNEGAAETKINCVRLIRILMDERGFRPETVASLSLLVGVMRLIRDKRHPDGVVAGLELLNSICAVHRPARS
MIVSIGAVPQLVELLPELATECVEPALDILDALSAVPEGRVALKDCPRTIPNAVRLLMRVSEACTRRALSMLWTVCRMAP
EECAPAAVEAGLAAKLLLVIQSGCAPELKQKASELLKLCRLNYTDTLFISKCKLTRTIQ*                    
>Sbic_02g012380                                                                 
MAVVSARGSPNSFPSPRLPPSPQPRPDAERMFMRGGSSRSTGTSGSLRSASLRDIDEEAAVVVADDDGGGGKLYVAVGKD
RKDGKSNVSAAQSLGLVGGDLKLVLLHVHQPADRIMNGLGCKVLASQLEEKELKAYRQIEQEEMDRLLNTYVNHCRSYLK
VEAETLIIEKNNVANGIVELINQHRITKLVMGMSSFSTKRKVPKSKVAAIVHQQAKPYCQIFFICKGSLGCTRDANLGCT
KADSPRSSSASTLSDETEIPTRSVSLPPGHPGYRGSPDESFLPRRSHSVSYPSSGLITNVERMSPIAPQSIHVKTTYCSP
NSSLPSNEGSSSSSLKDSDSLDGSPVPASIISYEEQQMSMVENGMHNEVFERLQQARTELERSRKEACEGRQKAERDLFE
ASMKSKARENSLHKEKKEVEEKLTKEKSILEKEKLQIYNELQKANEQRAQLENKLLQTNSLLEELQQLQGELQREKEDAL
REVEEMCKLYCNRNFASAGEVSLTEFSYSEIEEATNNFDGSREIGQGGCASVYRGFLRHTTVAIKKFNREGAVGEKEFND
EVEILCRMRHPNLATLIGLCRDPKVLVYEFMPNGSLEDRLQCKLHTEPLPWRMRVRIAADICTALIFLHSNKPKSIAHGD
LKPDNVLLDANFVGKLGDFGISRSLDLTNTTVTPYHRTDHIKGTLGYMDPGYIASGELTAQYDVYSFGVVLLRLLTGKSP
LGLQSEVEASMSSGVLHEILDASAGEWPLEHAEELARLALKCCRLNRKDRPDLAKEAWGILQAMMNEPPPSSAHPPKAEA
PSYFICPMTQEIMRDPHIAADGFTYEGDAIKDWIQRGHTMSPMTYLNLSHHELIPNNALRFAIQEWQMGQQQ*       
>Sbic_02g012390                                                                 
MKIGESVYGSVYKGFLRHTNIAIKKLNPESTQTQSQFNQEVEILSRVRHPNLVTLIGACKDAQALVYEYMPNGSLDDRLA
CKDNSKPLSWQLRTRIASNICSALIFLHSNKPHSIVHSDLKASNILLDGNNIAKLSGFGVCQILSDQFKATTTLYRYTHP
KGSFVYIDPEYLISGDLTPLSDVYSFGIVLLRLLTGRSGFGLLKEVQQAVEKGCLQAILDSSAGGWPAIYAEQLAQVGLR
CCEIRRKHRPDLQTEVWAVLEPMLNSASTMLCSLSFKSVSEDLGGVPSYLICPIVQDVMRDPLIAADGFTYEAEAIREWL
DSGHRTSPMTNLELSHRDLLPNHALRSAIQEWLQTNGD*                                         
>Sbic_02g023630                                                                 
MPPPPPTGEPKRRRLLSLMAVYPSESIAPAPVFSSLLALAADLSSQGFGADAGAFPVLRRGLRQAVRIAGLLLAFLEEIQ
DVTATKTAALPSSAVLGLTELHVAMQKLRFLLSDCARRGARLWVLVNAGLAASELRVILGSVAAAVDALPKEVVDASVEA
GELARLMSEHAWRAAVRPDAGDERAARSVRSILEQFKSGVSPDAEDVRRVLEHIGVRSWSDCSEEIAFLEDELRTRLDGG
AGGDSSSSSSSSDAVLINSLMAFMVYCRVVLFDQIDANPKVDAASRPPARCPDWLRPETLQCPITLDLMTDPVTVSTGQT
YDRESITRWIKAGCCTCPVTGERLRTADVVPNAALRGIIERMLLSNGVSLPDRSISGHRHGALGDTAVAFGAAAAGAARL
AVAYTVAQISTGSTAERRKATCEARKLSKHSVFYRACLVEANAVPWLLCLLSSTDASVQDNAVACLLNLSKHPRGRAALF
EAGGVGLVVDVINVGARAEARQNAAAVLFYLSSNAEHAEEIGRIPEAIPTLVQLIRDGAHRGRKNAMVSLYGLLQCASNH
GKAVAAGAVAALGGLLLSVSVVDRDRDDDLASDAVTLLARLAEQPAGAQAVLARPGLVARVVEALATSASRSGKDHCVAL



LVSLCRHGGDKVVALLGRMPGLMSSLYTMVADGGSPQTCKRARALLNLIHRHYEMDGQPASASAASEAGERVVRVL*   
>Sbic_02g023920                                                                 
MGAARPRRWKLPFHRTSSASAAPPPPPPGHASPARSEAWAAAEAVPEEFLCPLSGALMADPVILPSGKTFERACLQACAD
LAFLPPGVEDGGADTLIPNAALKAAIGTWCARSGRAVPAPPSAEAARQAVLRVMPPAVAAAAKSVRTTTARRVAVLAAST
SNSSYSSPTESTSSYGSASEITAAEEDDAKEEAPRRRIVKEVEADPPVATPVDPLEDDVVGKVMDADDDGVVAAAMGALR
EATREGAERRRALCTPRLLGALRRVLLLPRHAPVRVDAAAALVNLSLEPANKVRIVRAGAVPALVEVLRSGASAPEAREH
AAGALFGLALNEDNRAAIGVLGAVPPLLDLLTSPAQYPPRARRDAGMALYHLTLAAVNQSKVARFPGAPKALLAVASGAA
EPGPIRRLALMVACNVAACAEGRNALMDAGAVASVSAILLASPSHEDGGTADLEEWCVSAMYAMSRGSLRFRGLARAAGA
DRALRRVVAEEGGGVRREMARKTLRAMRGDLDDEDGGGEYNDLTGSSAECGDGEDCGGSIVSDGLMSFRRRQRELGVSSC
GNTAEF*                                                                         
>Sbic_02g024310                                                                 
MPTQEETVVTESSPSSDPPITIGLAVSSSKSSKYAVRWALKNFGTRKRTRFMLIHVRQKVTLVPTPMGNYVPVDQVRDDI
ASAYEKEVECEAQNMLLMYRNMCDGKVEAEVLVVKGDDVAETISGANLVKWLRKSKGTRTSSRICKCVPSFCMVYAISKG
GLSMVYSPGSESDNSSKILQVNESSNSELSSDKSSVSDITPSAISRSNSLGGNLDSLPSAHHNWPHSLQEHLSGSTSTST
VDAQSISPCTDGSSNLRISEKSPTVSRALQELMLSEDEASTPCASGQISASTNLPVSGKALTIKSSLQGLMLSEDKASTP
CASGQISGSSNLPITDKAPTDNVNFELEKLRIKLGHMKGVCKLVQDESTSASQQMIDLVERRAQEEARLLEVHYRINTTI
EAAQKEREQRYAVEAQARHVRDLAKEEALKKQNLQLRASREADNMQKLEKLLESGGKSYIIFTWEEIESATSSFSEALKI
GSGANGTVYKGKIHQKTVAIKVLKSDDSRITKHFEQELEILGKTRHRHLLLLLGACLDRACLVYEYMENGSLEDRLQCKG
GTAPLPWYHRFRIAWEISLALVYLHSSKPKPIIHRDLKPANILLDSNFTSKIGDAGLATLLPLRDASSTHTIQKATDLVG
TLFYMDPEYQRTGQVSAKSDVYALGMVFLQLLTANSPMGLADTVERAVEEDRLIDILDQHAGKWPVREAHELTQLGLRCL
EMRSKDRPDLKSKVLVVLERLNNMASTACDSVQAVPVAPPSHFICPILKRVMQNPCIASDGYSYERVAIEMWLHENDVSP
LTKTRLPDKNLVPNHALLCLINCWKGEAGATGLIC*                                            
>Sbic_02g032190                                                                 
MERHRQGSWRQQEDGLDGHEEEDGELSAFVCPITMQLMRDPVVIETGHAFEREAIARWFSECRDLGRGPCCPITMLEVHR
ADLRPVLALRAAVEEWTDRQQRDELRRACQWLTKDATEKEAVRALGCVVRGWSGGRVGRRTVRDEGMIPMVGGMLRSGSS
MVRLKALETIQEFARETDQDRVSGSKDDNPTIAEKAEKTLENLDRCEKNAVQMAENGRLEPLLNLLIEEKIVLSNDLKIL
VARRVGSLFGGIVEKGNLEAKEVAFKVLEHISANAESAKVLIEENVLLPLFRVLSINRTSLLPPKLQEAAAAVLANLVAS
GVDFGTVPLDGDRTLVSEDIVHSLLLLISNTSPPIQCKLLEFFDTLSSSTGTVLSIVSAIKSSGAVTNLVQFVESDHQES
RTASIKLIYKISFHLDHEIAQVFRASPTLLGCLVKVAFLNDGNTDEQDAALQILANLPKRDKHLTRELMEQGAFKIVVSK
VFSIYRRDAGSDIYDNALLEGLAKVLARITYVLRDEPRCVSLAREYNLAALFTSLLRLNGLDEV*               
>Sbic_03g000870                                                                 
MAGPTPTYSAIVSHTAAFLAELIADPLLRRHLLSAAAAADGQQHPAATLQALSLVSDALDTAASGSPSPSPSSLRAAERL
LRSLPAATPLSCLLLALARAARRGGGAAAAAAVLDLFALDPALARHELAPTVFEALFAPRLLPVMRHFAARRASAAVAAA
AAKAKDEDGGSDEATAVSAMRVLSLMSGAQAQEMRALEREYEKVLDANCKAYAHYLKRILEAGEPSSTAVSPSPPPPELV
FGVGDDGDSRGDEDAAPENDDSVASSQSELRDNPMWAEAEEQPGDLYPRRQSSIRGRKDLMRPPSLYPQRVPPHLIVQQQ
QQQQQAPPPVGRGSPASRIRAEHSRSRSTAAAPSDDSTEESSSELRDGKEEKIAAPPLSSKQPRLRADAGRLSPEPASSS
SPARGNDDTPGPLPTPKDFVCPITSQVFDDPVTLETGQTYERRAIQEWLDRGNSTCPITRQRLHGAQLPKTNYVLKRLIG
AWWDQQPQPQRRSSPSPSPSPPPATPPPATIAMAGDSPATPPPFLLPVKAAATSSTSPDANTSASAPSPTSVIAQASLES
AVAELRAAVSCLCTSEDLSQSERSVLKIERLWRDATAAGSSEAEPAILAALARPAVVNGFVEILFNSVSAQVLRVAVFLL
AELASRDDAVVQTLTRVDSDVDCLAALFKKGLAEAAVLICLLSPAPEQLVEMDLAEALVATIRRGGDEDPLKMCVSPKAA
SVILLSQILVEAAGATDSSTSPVPRSALLSERFIRSLAASLEAEPVEERLAAMRILLRCIWEDGHCRSSIAEKASLSAVL
DAFHTVGDADKIDIVRFLYELLKLKKRSAAERLLRSIKEGSSFSMMHTMLVYLQSAPPEHAPVVAGLLLQLDLLVEPRKI
SMYREEAVDCLIQCLKNTDFPRCQLLAAETIMCLPGKFSSSGRPLARSTLLKLARVKERYRQSQDLSAARADAEDEMEEG
KTATDWERKAAYAVVSHEFGLVFEALSECLRTKNVELFTTSLVCATWLVYMLSLLPETGVLGAARVCLLRQFVVVLRSAK
HGSDRVLAMVALRSFMNDREGMHDITTYIKDVLKTLRELKKSSGLAFEMLKLLSDGQESSVDMWSHKEINQVDCSSNGEV
TSVVYLKNYIFSGHSDGTLKVWEGSENILRLVHEAQEHTKAITSLSVLQSEEKLFSGSLDRSIRVWQFRDGVLRCVEVHD
TRDPVQSLAVASAVACFVPQGAGVKVLSWNSGNSKLLNPNKYVRSMALVHGKLFCGCNDGSIQEIDLASGTLGVIQSGSK
RILGKASPVYALQVHDGLLYTGSTPSSSVDGGASVKVWSCANYGLVGSMATAAEARSLVVSADLIYVASRTAAVEIWSRE
KLARIGTLQAGGPGCRVQCMAVDADGDVLVVGTSDGRIQAWGLT*                                   
>Sbic_03g038360                                                                 
MAMPNPRAVLTSAPSPPAACSSSWSAAAEFMAPATPPSPSDGELLRSLHRLARDLSATAAETPAPFLRAALASITRRSRL
LAAAFDDLVLCAAAAEEGMPRSASLCLREVLLVLQRFKALAADCAARSRMRLLLQSDEIEEEVRELHQEMATLLDLLPGV
ELGLAEDVMDLLDLASRQCRRFAPSVSVQAEQALKARVLSLIQEIEREIVPERERLREILEEVGINDSATCGEEIESLER
EIGENRASERWTDAMIALVGLLRYAKCVLFSATPRPSSDSKPDPEVDEEGEPPAPPPDFRCPITLDIMREPVVVASGQTY
DRESIFRWFDSGKSTCPKTGQVLTVLELVPNKALKNLIAKWCRENGVAMESSEASKSEPAQAVAANNAALEAARMTASFL
VKKLAICFSPDAANRVVHEIRLLSKTGADSRAFVGEAGAVPLLVPLLYSEDAGLQLNAVTALLNLSILEANKKRIMHAEG
AVEAVAHILSSGATWRAKENAAAAVLSLASVHTYRRRLGRNLSIVEKLVHLVRTGPTSTKKDALAALLSLAGERENVGKL
VDAGVAQAALSAISEEETAAAVLAALAKRGGAEAIVGIDGAVARLVAEMRRGTEWGRENATAALVLLCRRLGARAVTQVM
AVPGVEWAIWELMGTGTDRARRKAASLGRICRRWAAASAADGERGSVCPAASTVVPPAMMAS*                 
>Sbic_03g040850                                                                 
MASAPAGEVPSHFLCPISLQLMREPVTLPTGISYDRAAISRWLAAPAPAGGRTCPVTRVPLPPQPQLTPNHTLRRLIHAW
LASLSPEAEVDEDVAALRRPVPGAEVAALLSHAAAAQVEALKRLRELVAECEDNRAVLESQDGVFDALSRVVSSADACST



AREEAVGVLASLRIPEPELAAVVARHSNLGEALTAVLRSSNVKSRANAALLVRSLSEAAWPAWVIGLSQELLAEVVRVVR
DRVSTQATKAALHALAALCPYGRTRVKIVGAGSVPAIVDLLLDDPERRVNEVALVALDRLCTCAEGRAELVAHAAGLAVV
GKKVLRVSEAASERAVRVLRSVARHAATPAVLQEMAQSGVVAKLCAALRSEQCGVRTKERAHEVLKLHSRTWRSSPCLSP
KFLELYPS*                                                                       
>Sbic_03g041930                                                                 
MEESVPVSIISSISNFRTLSTSSVVETELVKRYCRKIDEILGLLKLVLDEVLPQITLDDRKILLLEELDATINDAIKLVG
SWDLMMSKIYFVMQVESLITKMQNYVLEVCQVVNSEVTPPETNCVSVYLEKIKQFQCEKIMGIIKEASRDLVKKFMPKSE
TLTNIQVSLSLSTNQELLMEAVALAKIRTRVSAEDSSELDGINHISELVNHMLEKHVEEKQMHSINGVPIPADFCCPLSL
ELMSDPVIVATGQTYERVFIRKWLDLGYNVCPKTRQTLGHSNLIPNYTVKQLIENWSEIHGVVLPDPVKLLSLSFSVSLK
PINGRTSDKSPSSENSPRTNKFGSPDHMISSDDSCHPNLLHENSDSDDQISKASSSEDTDDSETDSSKLLIAATEANKLI
ICNATTDGSEALVQSRKDGFHASDVEQHLQSNGISSDIGSSASSSSNHLEVVEKNKEEQVSSNSIASETTRNGPTATFSK
PNWLPRLGGVRSRNHLVWQQQSDKAVPMDSRSDFASADNKVCKLIEDLKNECTDLQRAAIGELLVLSRHSMENRIAIANC
GAIPFLVNLLYSADPSMQENAVTVLLNLSLDDNNKITIASADAIKPLIHVLETGNPEARANSAATLFSLSVNEDNKARIG
RSGAIKPLVDLLQDGSAQGKKDAATALFNLSIFHENKARIVEAGAVKHLVELMDPAAGMVDKAVAVLAILATVQEGRSGI
AQAGGIPVLVEVVELGSARAKEHAAAALLQLCTNNSRFCSLVLQEGAMPPLVALSQSGTARAREKAQVLLSYFRNQRQVG
KVVRR*                                                                          
>Sbic_03g042880                                                                 
MEAMEAEEGPFLANDAKLHAGICRAFHPSVSKLSAIFPFIEASRPRSKSGIQALCSLHVALDKAKGLLQHCADCSRLYLA
ITSETVLLKFEKSRSQLQESLRRTGSIVTEDIGCKIVEIVGELEEIVFTLDRSEKEAGDELINLLQRNNKTNGSSDSGEL
EVFHMSALKLGITSSRAALTERRALKKLIEKARSDEDKRKELVVSYLYNLMRKYSKFFRSETGDDTDSQGSSPCSPTVLG
MDDMYGPYSNGRAFSRQLSSIQSFNSRFGSFNSRLGSFNCRRGGGPRSENMSIPPEELRCPISLQLMYDPVIISSGQTYE
RICIEKWFNDGHSTCPKTQQQLAHLSLTPNYCVKALIASWCEQNEFPVPDGPPGTFDVNWRLAFSDTEATGCVSVESFDC
TNAKSVKIVPMENVRKEEPANSESGTLDDSSCNDFELNEGYGNLLLLLHERSNMNKQCRLVEQIRYLLKDDEEARIQLGS
NGFAEALVEFLRNAVNDGNEKAQEVGAMALFNLAVNNNRNKGLLLSAGVANLLEQMISNPRLSGPATALYLNLSCLPDAK
AIIGSSQAVPFLVDRLYSQDASDTKGSSCKHDALYTLYNLSNHQASVPALLAAGIVDALHCLVTESPESEGLGWTEKALA
VLISLAATQAGRKEIMSTPGLVSTLATLLDTGEPTEQEQAVSCLLVMCSADDKCIPPVLQEGVVPSLVSISAAGTGRGRE
KAQKLLKLFREQRQRDAPLPQQPQHQQQQLLQSQLVEGGNGGGGGAIVCHRESKPLCKSKSRKLGRTLSSLWKNRGFSLY
QC*                                                                             
>Sbic_04g007630                                                                 
MASGGAPPTVAVAVRPGGSGSRLAARWVAAGLPDDGRAVAIAVVHVLPELSYVPSPTGERVPVALVGREPAEAYARDRRA
RAEEALLPFRRLYCSCGRANVTVETVVVEGDGVAEALLRYMHESGVRSLVLGSASFRWFRRVLSIPDVPESNTNLRIESI
SHETFALSHRSLLFDNFASDEAQSDSFSQSHSSYSASNVVPSSESSEQVASGSSGINAAGTQGSKNYDSLSSLGEALCAA
SNSSEECQSTDEVSKLRKELQETLVVYDKACIDLVNVKKKIQVLSVECSEEARKVEHALEWEEALKQMVSDEKAKQLKVI
IEVEQARKSFTREAYSRYKTEMATSMISQDKVQIVDAILSKSRSCRRYSKKDIELATDNFSEERKIGEGGYGNVYRCTLD
HTEVAVKVIQEDSIDKTDEFLKEVEILSQLRHPNLVLLLGFCPEIGCLVYEYLENGSLEDQLFNTKGCQPLHWFLRFQVI
FDVSCGLAFLHARNPEPIVHRDLKPANILLDRNYVGKIGDVGFAKLISDLVPDWQTEYKETIVAGTLYYMDPEYQQTGTV
RPKSDVFALGVVILQLLTGRRPNGLIVSAENAVRNGRLSDILDRSQTDWPLDEAEMFARLGLRCTALKCRDRPDLESEVL
PKLDEILHRITSAVNLRNPKLSVPSHFICPITQELMEDPHVAADGHTYEHYAIRAWLKRHKTSPVTRRKLPNSSIVPNHS
LRAAIQQWKSQLPAQTNE*                                                             
>Sbic_04g008430                                                                 
MAAPASSPVEFLLRRPQPRQRRRPPLAGAFFAPTGLSGAPLLRALASLAADVLATPPPPSQRRNLDALMRRLALLSALLD
SLLLLLADEGEAAFSDAANLCFRELYVVLFRADLLVSYVASAGRTWALLRAPQLAASFRDLDAELAVVLDVLPAASLRLS
WDAAQYLDLLRARCRRRAPAHYNDPAEAALGDRLLAALRHFELGQPPDPSTLRSLLLQIGISDAPSCRSEIEYLEEQILS
QEEDADLPLIGGVVALLRYCLFSLFDPSNTKALRVWLSAGNRQRLLSWSCSDDSSFSVPKEFSCPISLDLMRDPVVVSTG
QTYDRPSIIQWIDEGHSTCPNSGQALSDNRLVPNQALRSLISQWCGVHGFQFDSPESNEGMIECVAASCSSKAAIEANKA
TARILVKTLMEGSDNAKPVAAREIRLLAKTGKQNRAFIAELGAIPLLCRLLLSSDWMAQENAVTALLNLSIYEPNKTRIM
EQDNCLHLIVSVLKNGWTTEAKENAAATLFSLSVVHDYKKKIMNEPGAVEELASMLTKGTPRGKKDAVMALFNLSTHPES
SGRMLESSAVVALIESLRNDTVSEEAAGALALLMKQATIVHLVGSSETVITSLVGLMRRGTPKGKENAVSALYEICRRGG
STLVQRVARIPGLNTVIQNITLTGTKRAKKKASLIVKMCQRSQMPSALALGSTMTVVDHSLVGNSTLRRAASFGSGELSN
PVSISVPVP*                                                                      
>Sbic_04g019280                                                                 
MAKPTPVASAEEAAAMRRRLRRLVAAVAAGSADAEAFDEAAEALAKLRDAELGPRKDNRAGDGHGDGGQNRRRTETEAAV
PEHFLCPISSEIMRDPVVLASGQTYDRRFIQEWLSAGNRTCPQTQQVLSNTIIIPNHLVRSMISQWCTDNGITLPPVENQ
DEDLVTNNERKTFSKIFERIASSSNLSEQREAIKDLRLLTKCNSSLRAAIGEKPDSISQIISVASNPELENNAEVLEDMV
TTILNLSIHESNKKIIGDDPLAIPFLIRTLQSGTMEARSNAAAAIFSLSALDSNKVKIGELGVMRPLVDLLEHGSMIAKK
DAASAIFNLCMLHENKSRATKSGVIDVTLKAITDDSLVDESLAILALLSGDHETVEEIGETGGVASMLHVIKEDQCKRNK
ENAVAVLFAVCMYDRTKLREVAEHEKLNGSLAWLVQNGTSRARRKAVGILDKMKRTLHQPHYSC*               
>Sbic_04g019570                                                                 
MSLRRSGHTSSADETLEDELRRAIEGEIFQENARASSAQQSSSGCWPSSPSSLADSSHSGLSGVMDDPVILASGYSVDQL
YHRLFCSPNICPSTKETLSHTFTAPNHLLRDMIAAWRLDHMARSSSNNADTLSIPVAPSEEQVQAILQKFSGHSVVMQEQ
ALHEIQLLSKTTKGEQPCLHKWAGLLPELIDLQKNWKSTWSHELEEQRLGVILNLSVHRPNGEILAGANQLPVLLKKITH
KLHKHGSPASHLAKVASIVAILSEFDMFRKMVLDIGGMEMLRDMLKIEDVVVRKEAVTAIRGLCADEEGKINAQFYNVPD



ALVECLMVSDEVLLLLDCLPKDLHMVDKMCDKAMELVNIIMADEGTWPVTPEATYSAISLVHAIVQRDVHKMEQVKNLED
FKERLRELSSGTLPMQIMLKVDTIINCLSEEFPAPVNL*                                         
>Sbic_04g022070                                                                 
MEVSSSSAAAEVPHYFLCPISLEVMRDPVTLATGITYDRASIERWLFADGHATCPVTRRALAPAEMDATPNHTLRRLIQA
WCAAHQVERFPTPRPPLDSCRVAALLDEGRHGGDRQAAAALREIKAVVAESERNRRCVEATPGAVDFLASLVAKHSSKRA
SSQQDAADDFLAGGDALGVLYSLKPSERSLAQILERDGDFLDTLACVLRRPSYRSRAYGILLLKAMTAVMTPARLTTVSA
DLVQEVVRVVSDRVSSKAVRAALHVLCRLCPWGRNRVKAVEAGAMAALVELLLDAGGRRVTELAVVAIDHLCGCAEGRSE
LVAHPAGLAVVSKKVMRVSTAATESAVRALHAVARHSPTPSVLQEMLAVGVVAKLLLVLQVNAGERAGLRAKEILKTHAR
VWKDSPCLQTYMRDSYPC*                                                             
>Sbic_04g022080                                                                 
MEVSSSSAAAEVPHYFLCPISLEVMRDPVTLATGITYDRASIERWLFADGHATCPVTRRALAPAEMDATPNHTLRRLIQA
WCAAHQVERFPTPRPPLDSCRVAALLDEGRHGGDRQAAAALREIKAVVAESERNRRCVEATPGAVDFLASLVAKHSSKRA
SSQQDAADDFVLDSPTSTSSPAEDALGVLYSLKPSERSLAQILERDADFLDTLACVLRRPSYRSRAYGILLLKAITAVMT
PARLMTVSADLVQEVVRVVSDRVSSKAVRAALHVLCRLCPWGRNRVKAVEAGAVATLVELLLDEGGRRVTELAVVAIDHL
CGCAEGRSELVAHPAGLAVVSKKVMRVSVVATESAVRALHAVARHSPTPSVLQDMLAVGVVAKLLLVLQVNAGDRAGIRA
KDMLKTHARVWKDSPCLQRDSYPC*                                                       
>Sbic_04g022120                                                                 
MGRREMNGRLSAEYQGLEVKVPNLFRCPISLDVMRSPVSLCTGVTYERASIQRWLDSGNTTCPATMLPLPSTDLVPNLTL
RRLIALWASTAAPSSPSSSSSSPPAASAVGPTPAAAAAELLRRVADPGADPCPPLRKLAAFLSDDDVDEFDKNALARASG
AAETVATVLLRRSAADMEAAEAAVRVLAAVAASDCIEEESKRRVAAALAADAPSAAASLARVLRGGASLEARVDAARLVE
SMLRNAASARAAVAESEDLVGELIRLVGPADDEKEKKENKNGGGVALDRQAVAAGLSCLAAIAATRRNARADMVRLGAVP
AAVRVLEADAGSPSQALRVLEAAVGCAEGRAAVCESAGTAVPAVVSKMMKGGMGGAEAAVSVLWAVCHRYRDRRAVEAAA
GCEGGLTKLLLLMQSGCSASARQMASELLKIFRVNGKSCVAGYDSKTSHIMPF*                          
>Sbic_04g022280                                                                 
MPGSVPLGLGLDTAGVQVPWYFRCPISLELMRDPVTVSTGQTYDRASIESWVATGNTTCPVTRAPLADFTLIPNHTLRRL
IQEWCVAHRSMGVERIPTPKQPADPDLVRSLVAQGPGLPALRRLRALARESDKNRLVMATHETRAALVEAAFGSGAEEVQ
AEAMAVLALVGLGEAEAAAVVGREERVARLGKVLAAGVGVPLEARVNAGAVAEAAASASGAEARAVLGAAEGVMDGLVAL
VEEKANARAVRVGIRALFALCLAKENRPRAVAAGAASALARRVAEGGAGEPERALAAVERLCRAEGGRDAVVAGAGGGSA
AVTALVRAMSGRAAEHAAGALVAVVGGSEALQVEAVRAGAMSQLLLMVQGGCSERAKRKAQHLLKLLRSAWPNTDCIANS
DDFLQHY*                                                                        
>Sbic_04g028560                                                                 
MVTPVSRYRLRPRSVRVAVSEIPLATRRTRQPPQLVPGAAAAVATEPAIPSNFLCPISLEMMRDPVTAPTGITYDRDSVE
GWLERGHSTCPVTARPLRAEDLIPNHATRRMIQEWCVANRALGVERVPTPRVPLSAAAAADLLAAVSAAARRGDAPACRQ
LAARARALGKESDRNRRCLAAAGAARALSSAFSQLVGQPALASLLTALGGALDEILAALVVFFPLGEESRSHIASPASLN
AVVSILSHGETTAKAGAAVVLREIASSSDPECLDAMSETDGIHDALIKLLQRPVSAQATKAAMVTAYYLVTNSGLAASRL
VDLGMVELLVELLVDADKGTTEKALAVLDSLLLTEEGRGKACAHALAVPVLVKKMQHVSDMATEFAVSALWRLCKSFSGE
GPCKAEALQLGAFQKLLLLLQVGCMGVTKERASELLRLLNASRDGVECIETVDFKGLKRPFS*                 
>Sbic_04g028890                                                                 
MATAEAAAEIVREIAAVGAADLAAAAEPLRTDCLRLARKVSLLSHLVAEVADAGEGDAAAAAWVRELVRALEAARRFVAL
GRTPAPAPAAAGASDQDAICKNTALQFKYVTWQLQAALANLPHSCFQISDEVQEEVDLVRAQLRREMEKKGGFDVTVFIK
VHDILAQIDNTAPQSQQPHQQPEQSQMEKFSNDHLELQNVVSLVSEISGLSKSDMTKITSELIEGLQNVETPESPKPDNV
DSQSSDETKSSSGEVKKPDSVAIPEDFRCPISLELMRDPVIVSTGQTYERAFIQRWIDCGNRTCPKTQQKLQNLALTPNY
VLRSLILQWCEEKGIEPPSRSKSDGSPLEVGGNRLAIEALVRNLSSSSLDERKSAAAEIRSLAKKSTDNRILLAESSAIP
ALVKLLSSKDLKTQEHAVTALLNLSIYDQNKELIVVAGAIVPIIQVLRMGSMEGRENAAAAIFSLSLIDDNKIMIGSTPG
AIEALVELLQSGSSRGKKDAATALFNLCIYQANKVRAVRAGILVPLIRMLQDSSRNGAVDEALTILSVLVSHHECKTAIS
KAHAIPLLIDLLRSGQARNKENAAAILLALCKKDTENLACIGRLGAQIPLTELAKTGTDRAKRKATSLLEHLSKLQVL* 
>Sbic_04g029250                                                                 
MLSVATTNVSQGNSMESVMATMERQTARRTQTNVTQMIDSLFASVNLAKDLSARCKGRTYTADEIQSIAQDLENVLQNIY
DDLCRIPASAFGSNAYMDVLIKSQSMMDYCEADIPINVTGNRPRRRSLRDNGTPRLVDFLQGMYHESHEFGGQMFNTLPE
VAEYIEPLYDAFICPLTNEIMTDPVTIDSGVTCDRRAIEEYIERFADSSEPVYCPVRKMTMQSKTMVSNASLKSVIEEWT
TRNEAMRVRIARTALSLSTADTMVLEAIHELKLLAKLRVKNRELMHKIGVTKFLARLLDNHNGQIQFDALKLLCLLAEDE
EGKDIIGKTKAIARTIKLLSSNSTDERHAAISFLLELSKSQLLLENIGSTPGSILILTTMKINSSDDPISAEKAGAVLKN
LEKCPKNIKYMAESGYLEPLQSHLVEGSEEMQMEMVGYLCELVQEQELTIDINRSTSEILIKMAHGCNPMVRKAAFNVLA
QLSLHLPNSKMLVDAGAVPVMIEELFIRKMDDEPVNSMATAATVLANIVESGIDPETTVVNKEGHVLTSKYSIYNFVHML
KCFMPDDLNLSIIRILLALTVLTKPLATVVSVIRENHRGHSIIELMSSPTEVLSLAATRLLITLSPHIGHTIVERLCKTQ
GQPRKVVKTISHAGRITERQAALATLLAKLPYRNTSLNIALVQDGAVPAILTAIKEVQNGTARSSRHAVPYMEGLVGTLV
RLTATLYSPEVLKAAMDHNLASVLTDLLDGAAGSDEVQRLAAVGLENLSYLSIKLSQPPPDELQSKKNTILKLLKDSKAH
NNNKKSSHHQVNVCPVHRGMCSPATTFCLLEAGAVEGLLGCLENDNIRVVEAALGALSTLLDERVDVVKSVVALAELDAA
RCVLAALRQHRQNLLWQKCFCVVEKLLEHGDDRCVREVTGDRMLPTALVSAFHRGDESTKQAAESILRRLHRMPDYSATY
VSMEF*                                                                          
>Sbic_04g030520                                                                 
MVPPALANQIADVHNDLRDVKFVLDPMEEEAGKAILQMLRQSDASEELELETFLHAASKLDLTSPKAVLIERRAIKKLLD



KVSGNDRKKEGVLKFFLYLIKKYGKSISQDSGERNENLQSESQSLTLSTPSCDASARGKCYTPTDFQIYEDHSNMSGSAT
PPPEFCCPISTKLMHDPVIITSGQTYEREYIERWFNEGYDTCPRTQMKLENFSMIPNTCMRDLICNWCKEHGFTVSDFIP
PSENAYGYLPEQLQGYSMSSLHNVSVPLIAGKANSFVIDHSNISVALSDASYVSNASHARDMEDSKDISQFSWNADYQKY
LSFHNFNQKMFLNFFHELSMLPLELQDKSIKDLKNVLDYESEVSYAMVSNGFVEAFLEFLRNDTGSYSVQAQEAGFRFFL
AFLSNSRAKIEAMNEELFHLITSFLDSELKIEALLTLHELIKHLSCPRSHVMASVVSPPLFKILATEDTEDLELALKIIC
ELSSDADIRSSLVSMGIISKLVPIFTEGNFVECCLKILRNLSDMEEAVVRITRTDRCLASVAEYLDTGSPTEREHAVVIL
LAICSYSAEDCLLVMKEGVIPALVDLSVNGTEEAKNCSTKLLHLLWDMRRSDQFTNSCSQEVAATGTVEDAPNNSVHKQP
VSKSSRFFQRKLNIFSKPRSLTLF*                                                       
>Sbic_04g031280                                                                 
MEEPPHLFLCPISMELMDDPVTVSTGVTYDRRSIERWIFGCGRATCPATMQPLANLELTPNHTLKRVIGSWLDDRGRGST
STSASSSPSTSSLSSPAHELATPLSRVLEAERLRSALAGLEETPFKVTALKGMRACMAGDVAMQCEFVSSGGIQAVARVM
AQALAESGAGGDFSAFTACEEAAAVLAVLPLTDAASVGLLLAPECMRPVMALLQRGSAEARLHAMDIVTKISNAGAGDWT
ACVEVDDVLKSLLELLADEVSISTRLSSRALDVLLDVVERSRIGPTKAVEVGAVHVLVELLANADDRHDAERILLLLKCL
CKCPEGRMAFAEHDLSVAAVAKTMLRVSELATELAVKVLWLVSVVAPSEKVLEDMVLTGAVAKLLGLLHVESPPATKQKT
VRMMRINGVFWRQYPCFPTDLRDYLRLLD*                                                  
>Sbic_04g032440                                                                 
MEAAGVGEHETWEPLFWTARCSPATSSAGSVQDELDDRSAAAEHKVFVAVPEEVSDGRSTLLWALHNLVREGSEIVIAHV
HSPVPAIAQKRGHTSMKPEEIKEYRKQKRAKAEMSLDMYVQIVKCTREDLEVGCAKLIIETDNVAKGLEELISLHNITEL
VMGAAADRHFSKKMNTPKSKTALKLMKTAAPSCKMWFTCKGHLICTREANESLPAILPSPEESNEPLSPAYSISNQMGSM
TLTELEYEESSHKGYISSSSAATKMTEWDYIFGDWGMIVYGSSGTDDAVSFSETAALPSVIGDTQKTTPVVHFTPEEPDS
VYLLLASAYNQEDEPSVDEEKYEKLQDPCTEAKLLKEADDESNKIQKAEMDLLSALQRVQYDQNGEISLQIKELEDSYLH
EDSDKHNLILEQRITQIKSASKDHVEEITDHFIKQSSEESNKRQKIKMDLLSTLQRVKEVESLLQNEKAQREYMEEKVAR
QRTEVEETKRQRDKLYHDFQDLKDQKLKLEQADTTEETNRRRKAERDQLSYLQRIKDLEHQHIHQVKKQEIMEETMTRQM
EEIQASKRKLLEMHGKHMTEIKAAMKVHEEKLANSKQLLQELQAKYDKLLHERDTAVMEAKALRRKNKQRALVTTETPNT
EFSIVELQKATKGFDAEFKIGEDGFASIYKGFVRNTNIAIKLFHPRSLKGQARFYQEVAVLSRARHPNITTLVGVCPDNF
ALVYEFFPNGSLEDWLSCKKNMPPLTWKARTRIIGEICSALAFIHSHKPYPIVHGDLNLGNILLDANFVSKLGGLGICYF
LREPDITITSLQSHPTETHKGTLYYMDQGEFKSAAELMLWSDVNSFGIIILRLLTGRSQQGIGEIVEEAMEKGNLHSIID
ASAGEWPFVQANQMAHLGLRCVTLGSGRQPDLAGQVWEEVKQLMKAACLTTGPSRFASSTEDASPPSYFICPIFQEVMSD
PHMAADGFTYEAEAIRGWLDGASTSPMTNLRLAHRKLTPNRALRSAILEWQQKQHGR*                      
>Sbic_04g032450                                                                 
MEGAGTGSAAHRRWDTSSSSQHSFRTSVSSAAEITGGDEIMDAILPAPPVENRVFVAVPEDVKHGKNTLLWALENLAKDG
SGSGVVIAHVHCPAQMIPMMGGKVHYTMVNAKQVNDHRKKVRARAEEKLNEYVKICIRQKVSCEKIIIDNEDVAKGLEEL
IALHGITRLVMGAAADKHHSKKMKSLKSKTALRLTEAAASSCKIWFTCKGHLICTRPTRTSRSSIDSWDGFGRRSQNSWH
DQSRNDDAVTISGSAMPHEMQEPDDENFSSPSHELENPGLDANANIYRRLTEALSEAERYKREAHEESAKRLRAELDMAS
ALGNVYESYQHEIRQRKTIEETLASKEQEIEEMKRQHDVTSNELNDVKEQKLVLEQQITEMASAIKDYEEKMSANEYLTQ
MLKTDNDKLRQERDAAVTEAEGLRQKNDNKISAPLPAETLNTEFSYFELEQATEGFDERLKIGEGGFGSVYKGFLRNTIV
AVKLLNPQSMQGQSEFNQEVAVLGRVRHPNLVTLIGACREAFGLVYEFLPNGSLEDRLACTDNTPPLTWQVRTKIICEMC
SALIFLHSNKPHPVVHGDLKPGNILLNANFVSKLGDFGICRLLSQSSTTITTTRAITTKLHRTTTPKGTFAYMDPEFLST
GELTPRSDVYSFGIIILRLLTGRPPKSIAEVVEDAVERGQLHAVLDPTAGDWPFVQANQLAHIGLRCAEMSRRRRPDLAG
EVWKVVEPLMKAASVDAGGWPSSSLDDAHAPSYFVCPIFQEVMSDPHIAADGFTYEAEAITGWFDSGRDTSPMTNLKLDH
CELTPNRALRSAILQWQQQRRR*                                                         
>Sbic_04g037780                                                                 
MVRPGSRAESAASPSPTTVRVRTPCSAEPSPLPVPTPIPGQARAAAAAPAGDERSRRQPQLEQGGGGGGRHQNQNQETEE
EHAQAVYCAVGIGIGIGTGSASQNQAQAAEEWKANLRWVLAALAPRRSSRRLVLAHLRRPTSRINIMGAWVPVSQLAEEE
VAAYRQLEEERIAKVLDDLLAICQSQKVNASKIIIASDDIARGLVQLVDDHGVTELVMGAASDRAYGRKMRAPRSKKALT
VQQKANPSCRIWFVCRGNLICTRDASEGQAHRAESSTASTSPRTSTSDCSRSKSSPCLHSETFSTQETDDPSAEQTHGRD
LNIEDSNNQATTIAGSSAAVHLLQEIQEDREMPASDGLDAGEMDDALYEKLKHALMEAENLKQEAYEETRRRQMAERGLA
EASRMVMTKLRHFLSKFMSMTICMYADEAERSYQREARHRKEVEEMVARERAAMEQDKRELDGILDQIRKVDDRSAELEL
QITTSEHTMNDLEARLSESYNLLDTLRHGHHPCNASESASREEGGGEQRVSFLHLGYSELDEATKHFDESVRIDGGGGSR
GKVYRGELRNMSVAVKVVDRDVAVDEARFARAVEGIARARHPNVVTLVGACPAARAVVYELVPGGSLEERLGPGPGGGNG
NGNGSGSAPPSLPWHARCGVAYGACSALAFLHSTLPRATVHGDVRPANILVVEDDARRGWSCKLAGLGERGLVEERARPG
GAGPAARAYADPRYLAATGELILTPHCDVYALGVVLLRLVTGRPAFLARKAAREAAGGRASWQEVAAGGWPTERAREVAL
LGLRCCGVDVEAERRPRLPAAVLLEEARGVLEAAMSSAPSRSPSSLSLSDGAPSYFLCPILKEVMRDPQIAGDGFTYEAE
AIGEWLCGGHDTSPMTNLKLPTRKLVPNHALRSAIHEWRHRQLRAHHRLY*                             
>Sbic_04g038540                                                                 
MADFGGGDSELEEQSNEGYQEPAFEAFMCPLTKQVMHDPVTIETGQTFEREAILKWFRECRDSGRKPTCPLTQAELRSTD
ISPSIALRNVIDEWRARNEDKELDKAFASLSLTTTQHAQDDADTLRALLYVSQMCHRSAAKKTLVRRQGVIPTITDLLKS
SSRRVRLKALEVLRLIVEDNDENKEELGKGDTIRTIIKFLSNENFQERELAVSLLYELSKLDPICERIGAIYGAILLLVG
MASSKSENGVAVEKAENTLKNLDKYETNVKQMAENGRLQPLLTKLIQGTPQVQVAMAEYLGELALANDVKVVVAEQVGAL
LVSILKTGSLPAREATLKALREISSNESSAKILLQAGILPPLVKDLFSLGAGHLPMRLKEVSAAILANLVASGASFRSIP
LDESGETLLSEEMVHSLLHLISNTGPAIECKLLNVLVGLTGSPSTVADVVSAIRSSGATISLIQFVEAAHREIRVESLKL
LRNVSPYMGAELADALGLGGSTGHLGSLLGVITVTEDHRSGVTEEQAAAVALLGDLPERDWNLTRQLQELGAFRALATKL



VELRRGTIRGNRHVAPFTEGAVKVLYRVTCALQLQLQEEEAAEVYVELAREVGLAPLFVELLQQQMSSGQDAVLLYSAMA
LENLSLQSARLTDVPEPPPPPGSLLMCGCFGGPRHRHGHGKQPQPQLPGAMGTCRVHGGFCSLRETFCLAESGCKAVERL
VACLEHADDRVVEAALAALSTLVGDGVANATEGVLVVGEAEGLRPVVEVLVENRTEALQRRAVWAVERILRVEDIALEVA
ADQTVASALVEAYRNGDVRTRQTAERALRHLDRIPNFSSAFHQAKGRA*                               
>Sbic_06g010430                                                                 
MDWSEEGINEEEEPTLRRRRARLRSPPRGRPLPLPLPPGSRSLSPRRGGLAAFSGSRSPSPRRVPMMAMRMGSSVRTTRK
STPPIRSGADAPAGNDGEDTGVKEMIAKMREGLPTSVPWDGTDTSDSGRGGGQGGGVNEEEEEGFVAFSFQEVVGPLVVD
GEEVLDAFVGSDEARAGKAAAELLDATMGANTGPRTEAIKTELVVNRRLLDLAGLERWMRRAEAVSELEWFTGLCCDENN
PPPQIDLFECAFRALDNASAVELHRGADARKRWIGPVGVPQFFICPISNKVMENPVVIASGKTVDRSALEEWQKENRRIC
PVTDEVLAYTMSIPNVLIKHCIEHWRAANKIAGMMAATDPPDISHKLEVLIGQATLMPHSPRSSKEVRNSLFLLHEILVA
NERAVVHLIGCRPGTIAKLVSVLPETCLDPDDPELDDIIIKILEKAASYGPNKAVFGDDQYAMPVLIARTLLGPVPMRAR
CAHILGLLADNHYNKIKIGELGGFAPLAELLYVGDRGAKKTAARVIARLCEAQENQSKFQKEGVVDATISALRSDGLAEE
AQDILLRIADSSDTLTEAFLKLVSIKDDEMCQKMSEFLWRTFVLMKREDKHDVGSSMTASKKSWGERSSTSSDAEKSSTS
SADQRALRKQNKEDVKTIVSWLHKRCSFPRTYKYRED*                                          
>Sbic_06g016280                                                                 
MERSPAPAPVEVPKFFVCPISLEVMRDPVTLSSGITYDRDSIERWVFTDGHGDCPVTKLPLGADDLEPTPNHTLRRLIQS
WCAAHAVERFPTPRPPVDADRKHAATTSSSSSKPLLGGCGSQSHSQEESTCGGVPGSPKACSPEEAALSILHSLKLSEAS
LKRVLDSSDDFVDALASVLRRWPSYRARTYAMHLLKAALSAMQPSRLSSTASTELVEGVVKVVADRTLSPKAIKVALHVL
CRLCPWGRNRIKAVEAGAVAALVELLLGDGCGAGGGRSNGKRAWELAAVAIDHLCGCAEGRLELVAHPAGLAVVARAATR
LSATATESAVRALHAVARHSATPAVLQEMLAVGVVARLLYLVQAGAAGDRPRERAREMLKMHARVWRGSPCLAAHMASYP
C*                                                                              
>Sbic_06g016300                                                                 
MVRKETAMRLPPQHQALEVKIPSFFRCPISLDVMRSPVSLCTGVTYDRASIQRWLDSGNTTCPATMLPLRSTDLVPNLTL
RSLIAHWAASAASCSPTATDNSSATRTSSPASLVRQVASAGVDPSPALRELAAYLSDDDVDDFEKNALLGAGRAAETVAS
VLRRRPEETGVEGVEAATRVLAKILASDGIDDANKKRVATGLTADAAASAASLARVMRRGSGGLEARVDAARLAELLLAN
AADEAAKAAVAESSELLAELVRLVGTVDEKGALERNAVDAGLSCLAAAICVCGGSRRAWARGEMVRLGAVQAAVRALRAA
TTEPGASAKALRVLESAVGCAEGRAALPAVAVLWAVCHRYRDRRAADAAAAAEGGLTRLLLLMQSGCSPAARQMALELLK
IYRVNAKSCLAGYDSKTTHIMPF*                                                        
>Sbic_06g017230                                                                 
MSIPHLFRCPISLDIFTDPVTLCTGQTYDRPCIERWLAAGHRTCPVTMQPLGDAALVPNRTLRHLIERWLSADHHHQIPD
DDAEEPSLAALKRCLQSGAGARDKVAALRKAVALASESDVGRACMLQLGFLPVLLQLVFHAPTPRDDLSEQEDLALQCAL
TLLPTSSPASPQHGCLNMLKTEASLTSFVALLAAHGRAVAKCGLCRLLETIATATATRDLALAAAASPRVWKELLPLLRN
GNYRVFGASVPSVAAICCGAEPARGSAVHHGAVPALLGCLSWASAGNGKARGGAAAAAWSALAALEALAASEAGRRAVAR
EPGAVRALVRHVFLMSSSNEGSEHAVAALLAVCRESRAARSEAAGAGVVTQVLLLLQSQCGTRAKTRARSLLKLFKSM* 
>Sbic_06g017260                                                                 
METLSPSPPPSPCPLLRCGGRREQHRSEAWVHVAVGRSPEKTLGLLRWALRRFGCGRIVLLHVHQPSPVIPTLLGNIPAA
QATEELVLSHRKSEEEEMNKILHTYLAFCHRAQVQTRLLVTENDQIHDGILSLVDHYRISKLIMGSSPDNCFKLKYGKES
LMASNAPAFCQIWFVWRGRHIWTREASVATDNAAPVQYQHDVNSTKRIRFSSYTNNTGPILDEGYLAREALTTVCLDQGI
VSDYDRSNDYEAFGAHEANHFNSLSMSDWQDDTEAALNSTFWSDSSVHVDTLQLYSKEVLARNVKQVMMEAERSREEAFV
ELMKRKEMESKAASAFAKIKNSDSAKKHEMKMREELEVVLVATRKQHEDLIKNKERAVSRLDSSVSRLTILDAHAKKINL
QIDEFSEELEVIQSSIESLCQKKLKMQKLENRHIDLDKGCTYSHATLSNCVSNAFGDDLYSFREFTMSDMQSATCKFSES
FKIWSQDRGCVYRGEIMNRTVMIYKLHGHSIESVRQFQQEVYILSKVRHPHLVTLVGACPEALCLVYEYLPNGSLHDLFS
RSNSCPLPWKIRARIVAEISDALVFLHSCKPQMIVHGNLKLENILLDTECYCKIADFGISRLFTDDMKDYPSEGSELEGS
FPYADPEYKRSKVLTTKSDVYCFGIVILQLLTGKQEAAGLAGEVRRAMSCGKLSRILDPTAGLWPMEVAGRLAELGLRCS
EDSSRDRPDLTPETDVMHDPQVCADGVTYEGWAIRERMETGQGTAPLNNLKPEHLNLTPNHALRFAIQDWLHHSR*    
>Sbic_06g020800                                                                 
MERIEVDGDFIAAGNWKLHGALCNELYTVVREVLDAIPPFETTRSGCSPGLLALSSLRISVEKAKDLLQYCSESSKLYLA
VTAECVLTKFENSRQGLLESLHQVEETIPEAVGSKITMIAQELEKADFALDQSEKQLGDEVNQLIQNEPKSNGFLDENEL
EFLHQIAFRVGITSSVAALTERRALRKLLERAHAEEDIKKESIAAYLLHLIRKYSNIFKSETTDTTNSLCSSPSFSSRSN
SGLIGLQHSLSSSTDLHGNCQILEKQLPRVGSYNSKQMKGLSGSMPLPPEELRCPISLQLMYDPVVIASGQTYERACIEK
WFDSGNTTCPKTRKQLSQRLRTPNYCIKGLIASWCEQNGVPVPSGPPESPKLEHLRISSLESSACSATHGANAVLFEDTA
DKDNAKSESEVSMEMLSRQNSGEATSKLRVHEEVSPENCSLQSSKEVAPEICGVEDSVKKSAHQNSKDDVPVSDRCEQWL
HVLNKNDAESMSERHKLVEQIRILLKNDDELRDYAGANGIAEPLIHFLKMAISRGDVQSQEVATMAMFNLAVNNDRNKRL
LLSAGVIPLIEQMIQKRETCEAAIAMYLNISCIPEAQAIIGSSIAIPILVNGLGEDGPRSDTCRLDALLTLYNLSLHAPN
IPSLMASGIMEGLRAVLTPSSPWTDKALAVLLKLALTRRGKEEIAASAAMVGAIVLIVDNGEPGEKEKAVSCLYVLCSGD
EGSSQTVLQEGVIPALVSVTASGTARARDKAQRLLRLFREQRQREMELEETQPRVELHEVASQAAAQQQQEEMEEEEEEE
EEEEMVLGVTTPPAAAASKPSGGGGGGGKKPRLRRSGSRRFTKAFTCLLKKWSLR*                        
>Sbic_06g026520                                                                 
MAPPPPSLLRELLAADGFKNRRRPPDSSAPAASRAASMPLQHRRPGKPPSRSQSDVLTRSRLRQMNVDADDGSRDAGAER
RRAATATRGSSASLTSARGHSNKGDAGARRGSESDPSAVPALDESALTALISLAAGPLKRFAKDEAFRASLRAGTASCLG
DSNHRAVLDLRVHAQTVERAATEGLDPRDLKRASFKLHEMASLKGNDADEVTAEAGVPYPRLAACAHLYMSAVSKLQKRD
HSAAVHALETFCLAPREARTVLLPALWDRLFRSGLSHLRTWRDRESAAASADERVKEVEKVFVDVLDEGTRALACYYRDW



LLGRTDAMALPDIPAPLSTVHASAPRCSASTSYDISSDVMFGSGSSSPTKFAYDDTMRPSERIEEEEAVYSEAAADAVTV
LPDHESDEAGGEERSYTPRSPTLFGQENVPVPDSLDRETFEPHFLSEVPLQSDTDGNELSIFATVPNDFLCPLTRQIFNN
PVTIETGQTFERHAIVQWLDRGFRMCPVTGQDLSSLTVPDTNRVLKRLIDNWKSEHCKHLISESARLDVKLTLLLIDKAL
DSAEDMSEKLDKARHLMAIGGIDFLLHKFQEGWGDEQPRVAEHLLLCIRAEGSCRNYVAIKIDGSCVLRLLQSEVLSARR
TAVEPNRNSAYREEAAKTITHSLRCCLSDDNAVPSTRRALLLLGGNFAFSGDLLAEDWMLKQAGFIDHSRATAASSDAVI
HDKESAENEAWLRHVAAALLGGSIGIRRPFLEALSKCLGGSTDAGLVGACLTTAGWLSRALDEDGAADTSLAAFSALVPR
LKQCLAPGRPARHRVLAAVSLHHFSRIPDCRELLMLLADGLRDHLADLSQQTWTAGQLSAELRGHE*             
>Sbic_06g026870                                                                 
MAMEEPPQLFLCPISMELMEDPVTVSTGVTYDRRSIERWFFKYGKTTCPATMQRLNSFDLTPNHTLKRVISTWLDRASSS
SSSTPLCTKLAREKLPSVLAGIEATPFKVTALKNLRRCMDEDVAAQQDFVAYGGIQVLGRVMTQALAESCAGVDFSAFRT
CEEAGAVLATLPLSDDASVELVLKPECMKPVVAVVQRGSADSRLHAMAILAKISGASGADRDWTPGVDVDDLVKSLLELL
SDGASAKLSSRALDVLLDVTARSRGARRAKAVEVGAVCVLVELLPDADRRVAERALLLLKRLCKCPEGRLAFAEHALAVS
AVARTMLRVSVLASRLAVSVLWLVACSATPAERVLDDMLVSGGVGKLLALLQVENSASTKEKAAKLLRVHGPFWRQYPCF
PTDLRDYLKFLN*                                                                   
>Sbic_06g033630                                                                 
MEEEPQPQVEVEVPCYFLCPISLSIMRDPVTLPTGITYDRDGIERWLLTAATCPLTKQPVPADCDPTPNHTLRRLIQSWC
ALHAADGVDRVHTPKPRADVAALVSRLHDAAAAGSTAPQPQLLAALRELRDVAAESDRNRKLVAAVPGAVDVLAAVFAAS
ANAKSSEGTAAAAAAVRDEALEVVSSLQVPEQCLRRVAETNEALVSALVSALQRSSAASRARAALLLERVTAALPPSRLA
SLPEQVFREAVELLRDRPAVSRPATKAALHVLVRTAAWGRNRVKAVDAGAVPVLVDMLFDDGAERRACELVLAALDRLCG
CAEGRADLVAHGAGVAAVGRKALRVSEVATDKAVRVLRSVARHAATAAVVQEMAHAGVVATLCVVAQSEQYAERTRERAR
ETLRLHARAWRTSPCLHHHLQALYPC*                                                     
>Sbic_07g001110                                                                 
MDNLSPSTLLNSISCLGALTSDVSTVRPKPIQKYCKNVYDVSSIVNPLVEDLCKSPEEQLNEVLKDLDTAVNEASGLIGN
WHQTTSKIYFGWQIESVISDIQGCSLQLCQLVNSLLPSLTGRACTCIEKLQDINYERMFDLIKEVAVELAETNAVGSENL
LKLSSLLSLSTNMELYMESVSLENLRTRALRSENREELELAEQMIPLVNYMHDHLLREKQQLSINGVPIPADFCCPLSLE
LMSDPVIVASGQTYERVYIKLWLDEGFTICPKTRQRLGHSNLIPNYTVKALIANWCESHDIRLPDPMKSLKLNFPSAASS
LQDSSAAGGSPLHPSVVSRANIPGSPEADVYLRNLNGASPPHSLANQNSHVHEVSTSQTSENANGSAPDVSRLSLASSEA
RESSLEGRRGGLIGQMSEHSTEEAFQSSNLDRDLQDNLASSSLNGSLPNSGQLDGECDNGVTRVPSDRTNYSSDASGEVT
DGGGAPVASSVPQREHLIPPRLGPRGQFIRRQPSDRGFPRIISSSTMDARSDLSAIENQVRKLIDDLRSDSIDVQRSAAS
DLRSLAKHNMENRIVIANCGAVNLLVSLLHSPDAKTQEHAVTALLNLSINDNNKIAIANADAVDPLIHVLETGNPEAKEN
SAATLFSLSVIEENKVRIGRSGAIKPLVDLLGNGTPRGKKDAATALFNLSILHENKARIVQADAVRHLVELMDPAAGMVD
KAVAVLANLATIPEGRNAIGQARGIPALVEVVELGSARGKENAAAALLQLCTNSNRFCSIVLQEGAVPPLVALSQSGTPR
AREKAQALLSYFRSQRHGNSARR*                                                        
>Sbic_07g001340                                                                 
MAPAAPDGGAESQRQADLLKQEGNAFFRKERLSAAIDAYTGAITLCPNVAVYWTNRALCYRKRNEWSKVEKDCRTAIQLD
SQSVKAHYMLGLALVNSQRLSEGIKSLEKSLELGRGAHPASYMVEEIWQELSKAKYIEWESLSRERTSQLQKLKVACYEA
IRCYNSLDNPAAGVPVEQLNELDEVFMKAAKADTPAEVPDHLCCKITLDIFRDPVITPSGVTYERAVLLDHLQTVGKFDP
VTREALEPHQLVPNLAIKEAVHAFLSEHGWAYKIR*                                            
>Sbic_07g020590                                                                 
MGAERARRWRFLPFRSLSLPPPAASKPKNRPPPDVTVPPPPATKEKGEEEEGEVPADFLCCPILRTPMADPVILPSGRTY
ERACVLACAELGLSLGPDGVVAGDRGRDTQGGGVAAAIPNDALRAAVRTWCARSGRAAPVSPSGEEARVAVLRAVAAGTQ
PPARSSSSNLSCSSEGAPVPARSASNLSCSSEGAYAASTSSSSSGRSSREMAPVEVQVAVRGKEAAKEEQDEPVRVADAE
EEAVAKAVEGGDETEVEAAMAALRRATREGAARRRALCGPRLLAALRRVLLSSRHTASARADAAAALVNLSLEPENRVPV
VRAGAVPALVEVLASAASPAEAREHAAGALFGLALHEGNRAAIGVLGALPPLLAALADRDHAAPRARRDAGMALYHLSFA
AVNQCKLARAPGASRTLLSVACDAAEQAPIRRLALMVLCNVAACAEGSAALMDAGAVATASAILSEGGACNAELQECCVE
ALYAMSRGSPRFRGLARAAGADRPLMLIAEQASPGVDKEVVETVLRTMGRDSSDDDHMSGRSSLPHRRRVASWSATPAAT
PPSSHQWRSVCID*                                                                  
>Sbic_07g029140                                                                 
MPPPTLPPSSPDDPAVGREMDDEDLVEELLVTVNSARAFAEFRRTQRKECANLLRWLQLVLPLLEELREAAPRLTDDAYR
RLALLGRALATARRLLRSCHDGSKIYLALESETVLAKFRDVYEKMHSALDGMPYAELAISDEVKEQVELMNAQLMRCKKR
TDTQDMELSMDLMVILQLQNKEEERNADRAILERLAKKLELQSLAELRAETMAIKKLINNSGSGGQQQQQLADSTRQMVD
LLNRFKEIAGVDEKDVLGGEVSMPKSLDKCPSLMIPNDFLCPITLEIMTDPVIVASGQTYERRSIQKWLDSGERTCPKSR
QPLAHLSLAPNYALKNLILQWCDKHMVELQKRETEEHKAEAEDIPSLVEGMSSIHPDVQRKAVKKIRRLSKECPENRTLI
ADTGGIPALIGLLACPDKKVQENTVTSLLNLSIDDKNKVLIARGGAIPLVIEILRNGTPEAQENSAATLFSLSMLDENKA
AIGSLGGLAPLVELLRSSGTARGKKDAATAIFNLVLCPQNKARATQAGIVPALLKVMDDKALGMVDEALSIFLLLASHAA
CRAEIGTTAFVEKLVRLIKDGNSTPKNKECALSVLLELGTNNRPLLVHGLRFGLHEDLSKIAKNGTSRAQRKANSLIQLA
RKL*                                                                            
>Sbic_08g003790                                                                 
MEDLSGMRQHLMCPISLQPMQDPVTAPTGITYDRRAIERWLAAGHATCPVTGQPLALADLTPNHTLRRLIQSWRLPSSTS
TPPAPDAGEAKLLADDVVEQQQRPPEVAAADVVVKKLLCTVACPSVDVLREAAEVASESDVARRYMVDAGVLQRVLRVIV
SSASEVIKSTYPEHQVRRSLEATRTVEAGLDLVRALAVSGDELRPLVVADTHVHNLLDAVTDVLVALEPVGTSGGDTDTA
SESVVRLLDSVTEAASSAVLERLRPELFRAVTAVVRDRVSPGAMRCALRVLLHACPLGRNRALVVDAGAAHEAIELELDA



PPPSSSPASAGGGGRRVTELAMALLAELCACADGRAAVAAHPAGVAVVARRLLRVSAAADACAVRVLAAVGGRAASPEVL
REMARVGAVGKLCCVLQADCDAAVKEAARAVLRLHSGVWSGSPCVSAYLLSRYL*                         
>Sbic_08g010420                                                                 
MAEVQDGHYDSTSQSTDSLRVEPIYESFLCPLTKQVMQDPVSIDSGVTFERDAILKYFNECLSSGKRLVCPVTKMELSNT
ELNPSIALRNTIDEWMNRNEAAKLDVARKSLTSDSMESDILQALQYVDEICQRSRSSRQVVRRDGLIIMIADLLKNSSTK
VRQSALETLSSIAKDDNDNKVEIAAGDNIRTIVKFLNHGQTQEKEQAVSLLFELSENKALSDRIGSVSGAILILVGLSSS
KVENLLIVDRAEKTLENLESCEKNVRQMAENGRLQPLLRLLLEGMILSYVHVSFSQQSDFVLFYSCNIELADAFRGNFSQ
LSSLVKVIADNNGISEEQAAAAGLVADLPMRDSVLTRRLLQDGAFATIIKKVTRIRQGEIRGGRFVNPFLEGLVRIVSRI
TFVLDDDPDIIAVARDYNLTSLFTDLLQMNGLDIVQIVSASALEKLSQQSKHLTKILPAPSPGLCFSIFPCLSQKTVATG
VCRVHCGICSARESFCLLEGKAVEKLVACLDNNNEKVVEAALAALSTLLEDGVDIDQGVMVLCDAEGINPILEVLCENRN
EALRQRAVWAVERILRMDEIAYEISGNQNVGTALVEAFRHGDYRTRQVAERALKHVDKLPNFSGIFSKMGAQ*       
>Sbic_08g018765                                                                 
MAGEAAERVAAAVEAVGSGGWEFRNAYRRQLLALSRRIRLLGPFAEELREARRGRPAEEEEEQERALAPLADALEEALDL
LQLGRDGSRIFLVLDRNKVMKKFHESIAQLEQALCDFPYDKLDISDEVTEQTYERAFIEKWIASGHHTCPNTQQRMPNTT
LTPNYVLRSLIAQWCEANGIDPPKRPTEADKPTSSCSPSERAIIDALLSKLCSADPEEQRSAAAELRLLAKRNANNRICI
AEAGAIPLLLSLLSSSDLQTQEHAVTALLNLSIHEDNKSSIILSGAVPGIVHVLKNGSMQARENAAATLFSLSVVDEYKV
TIGGTGAIPALVVLLSEGSPRGMKDAAAALFNLCIYQGNKGRAIRAGLVPLIMGLVTNPTGALLDEAMAILSILSSHPEG
KAAIGAAEPVPVLVEMIGSGSPRNRENAAAVMLHLSVHNGHLARAQECGIMVPLRELALNGTDRGKRKAVQLLERMSRFL
VMQHEDTVSQQLDEIERQFAALGPNVTEADLEQLGEQLGYL*                                      
>Sbic_09g000470                                                                 
MAAGRDGVAHQAELRRIEGNVCFKKARLGAAIDCYTEAIALCPDVAVYWMNRALCHFKRKEWAKVEEDSRKALALDHTLV
KGHYLLGCALLEKEESALAIKEFEKALILLKSANSTDVMAEEIWQVLAKAKYLDWEKHSTERLWRMQSLKEACESALQEH
HFLTGTFEEDSNGSSNECSEHIKLLSEVFSQATIADTPADVPDYLCCQITFEIFRDPVITPSGVTYERATLVEHLHKVGN
FDPVTRNPLKEHQLVPNLAIKEAVQAYLKEHSWAYKLN*                                         
>Sbic_09g021670                                                                 
MDAAAIAGQQARRRIRPPEPLVMAAAPPTPAAFRCPISLEVMRSPVSLPTGATYDRASIQRWLDSGHRTCPATRLPLAST
DLVPNLLLRRLIHLHAATLPPSPSPEEVLSQLAAADADGEPAAAEKAVRSLAAKIAPEKGKRASVASAVSADLDSAVPAL
LSFAKGGPGAGARVDAVRVLATVAPELVSYLTGDDGTEKKRDRVSMAVEALAAVLSADGIAEEAREALVVALLAEDLGRL
VTTLLGAGANGATVLEAILTSPVADADRPWYIPGGWRWNMAAVVPVRSWIRSCGFWRRWAQCGAGKAAIAADAAEVTAAL
MGRMIRVDLTRRGAAVVALWLRCCAGGGDRRMREAVASAPEAVGKLLVVMQGECAPTTSRMAGELLRAVRMEQEKKGMAA
AYDSRTIHVMPY*                                                                   
>Sbic_09g023380                                                                 
MASGATSDAWPSSPYSSSAPDGEVLRSLHRLARDLSAAEAPAPFLRAVFAAVARRARLLAAVFDDLLLCGAAAGPLLLLP
RSASLCLRELLLVLQRFKALVADCAARSRTRLLLQSDEVAARARELQHDLATLLDLLPVADLGLADDVSDLLALASRQCR
RAVAAPELELKAGVLALIQEVEREIVPGRERLEGVLEDVGINDPASCSDEIETLEREIGDRVAERWTSSMIALVGLLRYA
KCVLFSAATPRPVDSNKVDLDDGDGDDGAEPPSPPLDFRCPISLELMADPVVASSGQTYDRDSITRWFGSGKSTCPKTGQ
VLPNLELVPNKALKNLISRWCRENGIPMESSESGKSEPAPVVVGANKAAQKAARMTASFLVKKLSASFSPEATKRVVQEI
RQLAKSGSDNRAFIGEAGAAGLLVPLLRSEDSALQLNAVTALLNLSILEANKKRIMHAEGAVDALCHVMCSGATWRAKEN
AAATVLSLAAVHAYRRRLGRNPRVVDSVVQLARTGPASTKKDALAALLCLSAERENVPRIVEAAAAVLASLAKRGGAEAI
VALDGAVARLVAEMRRGTEWSRECAAAALVLLCRRAGAAAASQVMAVPGVEWAIWELLGTGTERARRKAASLGRACRRWA
AAANAEQGTECPTSGDASGLTVAS*                                                       
>Sbic_10g000280                                                                 
MPARVAAEIAALPEPRGPMRRLCGDLTRRIRLLAPLFQHLQDRGDALLLADALGAARDLLRAVHDGSKIYQAMQGDAVLQ
RFATVNRHIHLALDALPYQTFDMPEEVLEQVDLVHSQFKRAATTVAPPDAQLSKDICSALADKAFDPRVLTRISDKLQLH
TMADIKKESLALHEMVISSGGEPDGCVEEMSSLLKKLKDCVVTEAPTTETLSTRSASIKHTSPIIPDEFRCPISLELMQD
PVIVSSGQTYERSCIQKWLDSGHKTCPKTQQLLSHTSLTPNFVLKSLIAQWCEANGIELPKNKANSRDKKAAKSSDYDHA
GLVSLMNRLRSGSQDEQRAAAGEIRLLAKRNVNNRICIAEAGAIPLLVNLLSSSDPRTQEHAVTALLNLSIHENNKANIV
SSHAIPKIVEVLKTGSMEARENAAATLFSLSVVDENKVTIGGAGAIPPLINLLCDGSPRGKKDAATAIFNLCIYQGNKIR
AVKAGIVIHLMNFLVDPTGGMIDEALTLLAILAGNPEAKAVIAQSDPIPPLVEVIKTGSPRNRENAAAVLWSLCCTAVEQ
TRAAKAAGAEDALKELSDSGTERAKRKASSILELMRQAEEA*                                      
>Sbic_10g002760                                                                 
MEIEEAAGGGEIGEMEAPAVSTVAVAVSGGRSSKHALKWALDKFVPEGRVLFRILHVHPAITMVPTPMGNFIPISQVRED
VASAYRKEAEWQASNMLVPFQKMCAQRKVEAEAVLLESDDVASAISEEIGKFNICKLVLGSSSKNIFRRKLKGSKTATKI
SECIPSFCTAYVISKGKLSFVRSATSDIAETPRSISSSTVSSPSTRSLSSCGPSEWGDTYGTANVPLHQPSLPLQRDQAL
AIINKLSNRRASSSSSVVSEVSYNDEPALTRSHSIISEMQFSSGSSGNSVYKSFQRDNLPDNSDQASVSGISENVNHLSY
QLHKLGTRHIEDEIKLKEIQLTEDTIRRLVRKQEMEEHEAAREAELNRPSDGMEAKQSYDVQEANENEMGKKIAGGSFDE
YNRYTWEEIQASTSSFSSALMIGKGSYGTVYKAKFRHTVAAVKVLNSPEGCGTQQLQQELEVLGKIRHPHLLMMLGACPE
HGCLVYEYMENGSLDDMLQCRKNTSPLAWFDRFRIAWEVAAALMFLHSSKPEPIIHRDLKPANILLDSNLVSKIGDVGLS
TLLPSMGQYLSTMIKNTAPVGTFCYIDPEYQRTGVLSMKSDVYALGIVLLQLLTARSPMGLAHVVETALEDGCFVDILDA
TAGQWPLNEAQELAILALRCSEMRRKDRPDLNDHVLPTLERLKDVAAKAREDAFQGHTAPPSHFICPILQEVMIDPYVAS
DGYTYDRKAIELWLSTNETSPMTNLRLPNKSLIPNHSLRSAILDWRSKSK*                             
>Sbic_10g004400                                                                 



MEADERAEEARRAKEAGNDAYRKSFLETAVEHYTRGGLLDPRDISFLTNRAAAYFRLGKYKECVRDCDEAVKRGRDLSAD
NKLVAKALLRKASALLELAACSGDYAPAIRALEQSLTEHYSEETHEMLNRAVVVQKELEEQERLDQEMADQHREKGNELF
KQKQYHEAAIHYTRATKMNPKDPKAFSNRAQCHIYLGALPQGLEDAQKCVELDPTFLKGYVRKAKVQFLMENYENAMATY
LEGLRCDPNNLEVLDGLRRCAACIKRANGGDVELKDLKEMLGDFQSENDLLKFRKATEQATILKKEASDERLKRIESERM
ARTMEEYLSGVQQESERLKKQHHEVMEKLLKANMDNEHLQGQLSESRGQYEQILSEHDRLLHERNHAVREVQELRQKRGQ
MLSVLVTAMHCEFSSSELEHATDNFSSSLKIGEGGFGCVYKGTLRNMTVAIKVLKPDGLQGQSQFEQEVAILSRVRHPHL
VTLLGACSEISTLVYEFLPNGSLEDFLMCAEKRQTLSWQIRIRIISEICSALTFLHKNKPHPVVHGDLKPANILLDVNLV
SKLSDFGISRHLIQSSTNNTTMYHTMHPMGTLQYMDPEFFATGELTCQSDIYSFGIVVLRLLTGKPPDGIKRIVEDAMEK
GDLNSVVDTSAGEWPVVHVQQLALLALSCTELSRKSRPDLSAVVWAVVEAMKDAATIPSASSSRSVSDENSTPSYFICPI
SQDVMDDPHIAADGFTYEAEAIRSWLDSGHDTSPMTNMRLEHDELIPNRALRSAILEWLQQQNTAL*             
>Sbic_10g008890                                                                 
MSRAARAASRLVPEIPMLRRSSKQQQQASAAAEEEQEVAVPAHFVCPISLDLMRDPVTAPTGITYDRESVEGWLARGNAR
CPVTGRPLRLADLVPNHATRRMIQDWCVANRASGVQRVPTPKVPLADADAADAVASVAAAARRGDVAACGAAAARARALA
KESDRNRRCLAAAGAARALAAAFARLASERVEGAAAVSCALGDVLAALTVFFPLDDEARRCIASPSSLKSLVSVMSHGEL
QARASAAVVLRELASSSSAVDGHTLEAVQRTPGMLDALVDLVRSPISTSATKAALVTAYYLVAASDRAAARFAELGAVAV
LVEALVDADKGTSEKALAALDGVLCADAGLAAARAHALAVPVLVKKMFRVSDMATDFAVSALWRLCRAGDAAGAAACRAE
AVRVGAFQKLLLLLQVGCGGVTKERASELLKMLNGSRGSVECIETVDFKGLKRPF*                        
>Sbic_10g010280                                                                 
MSSAASAVDAEHENFMDVGSHLAHHGALPAIDEVQKQAQGSPTNTLQVMEYLAANVDLAKDLITRCSAIAQQLMDDDLLG
ITEDLDKVIKNISNELNKIPASTMFDSSRFAESAAISGQLQAVRNRHGYSEGDLPMVVAVERPRRRTLHNSDMPRLVDFL
QGMYQESHELGGQTFSSLPEVAEYVEPLYDSFFCPLTNNVMVDPVTAESGVTYDRKAIEDYFDKFTDDSEPVICPVTNME
MQSKTLRSNLPLKSTIAEWITRNEATRVRIARTALSMATTEAMVLEAINELKVLARLRKKNRDQMHKIGITKFLPRLLDH
KDAFIRCDSLDLLCLLVEDDAGKEIIAKTRAISRTIKLLSSNSTDERHAAISFLVELSKSELLLENIGSTAGSILILTTM
KFNSSSDPIAAEKAGEILENLEKCPKNIKYMAESGYLDPLERHLVEGSEDVQMEMVSYLGELVQKQEMTINIAGSASEIL
VKMVCSGNTAIRKAALDVLVQISSHHPNAKTLVDAGAVPVMVQELFIRKIDDEPVGSKTEAAAVLANIVESGLDPEAITV
NKEGHVITSKYSVYNFAHMLKSSMPDTLNLSIVRVLLALTALPKHLATVVSVMKEQDSSQTVIELMDSLTESLVIAAMKL
LIALSPKMGHTIAEKLCKAPGQPGKLVKSIGLHGRIMERHAMSATLLAKLPYQHMALNLALINEGAVVTVLAKIEEMQRG
EARASRHAKAYMEGLVGVLVRLTTTLYDPDVLLAAMDHNLTSVLADLVRSAGSDEVQRLAAVGLENLSSQSPNLSQPPTE
ERRPKKKNILRRLREAHAGRVHDNNRRPAAHSGRVCPVHRGVCSPSTTFCLVEAGAVEGLLGVLESSENGRVVEAALGAL
CTLMDDDVDVTSGVAVLAEHDAARHVLRALRQRRNDGRRGAGAVAGAGAGGGETVTRRCFWAVERFLAHGGERCVREVTS
DRALPSLLVSAFHTGDAATKQVAESVLRCLHRMPDYSATYESVEL*                                  
>Sbic_10g015690                                                                 
MCNELTLMLDKVSSILPSIEAAQPGCKAGVEELCNLYNIVGKGKLIIQNCIECSSLYLVADVHNELRDLKFIVDPAEEDA
GKVILEMLRHSDVTQELELQTFLLAASKLNITSPKAVLIERRALKKLLAKINGTDQKKEGILKYLLYLVRKYGKNTKLGT
NGNNQNLNVATEVLSLDSIVNGINITERCNSAVESTNMRYDDQNSLSGAATPPLEFCCPLSLKLMQDPVIITSGQTYERE
NIERWFSEGYDTCPRTHTKLKNCTVTPNTCMKAVIHNWCKDHELESTYLPEQFQNCYSLSSLHNVSAPLIIEKNRDYTVD
YNSSSFGLSGASYISSPMRETEQSKTSFGQFYSNANYQLYLSFCNFDKAMFLVFFHELSELPFELQKKAVRDLKTLLRGE
NQIWHSMVCNGFFEAFHEFLKNDSGIHTLQARRAGIQFFLAFLSSGRARIPSVCEDVVLLFAPLLDSEFKQEALQIVHEL
LQEPSCRKSSLMASVFSPLVFGALDSGETKCLDLALQIICKISSDNDMKSYLVSSGIVLRLSPLLCEGKMTECCLKILRN
LSEVKETAGFIIRTGNCLSSISDHLDTGNHSEREHAVVILLAVCSQSSAVCSLAMKEGVIPALVDLSVSGTKVSRDCSVK
LLQILRNFRQCDQFSSSCSSQVSADHASEKPHNDSVCKQPISKSARYISRKLNVFSKPRSLTLA*               
>Sbic_10g022690                                                                 
MEGSSSSPPDGDGGSLGFQFLQVAVAVRGDGRASRRAARWAAATLVPAGGRVALVHVIPPVSFVPSPSGERVPVEKMEPE
VVEMYAQDCRARAQEVFLPFRRLVGRGGRTVETVVLEGDSVAEALAKYAAESGVRSLVLGSATLSWFRRILRLQDVPFTV
LKTVPSFCNIFVVSRRRLTIKIANQARNSKSNASIRIQSISHKAFDQIQRDWLQDKQALNNLADDEIPKYSGNSSSGSFS
QVCSSLSTSSNAIKSSESHRRGFLGSLGRRTPGRERNKDFDAISQLKEVHYVALSSVEEYQHIDEEEKLRKELKDTLMMY
DRACGNLAHAKKKIQLLSSECCEDVNKVQDALQREKILKQSVADEKTKHLEAIGAVEMAKNAFTHETYSKHQAEILANMV
SIENAKVVDALLSTGKSCRQYSKHEIELATDYFSDAKKIGEGGYGNVYRCTLDHTEVAVKVIQQDSTDKIDEFLREVEIL
SQLHHPNLVLLLGFCPEIGCLVYEYMENGSLEDLLINNKGQPLHWFLRFQIIFDVACGLAFLHGTKPEPIVHRDLKPGNI
LLDKNYVSKIGDVGFAKLISDLVPEGLTEYRDTVIAGTLYYMDPEYQLTGTIRPKSDLYALGIIILQLLTGKRPHGLLSS
VEEAIKRGILSDILDKSQPDWPIAEAEMLAKLGLWCTALKCRDRPNLESEVLPELENILSRVTVSLKLENILAPSHFFCP
ILQEIMEDPYVAADGHTYEHRAIKAWLEKYKISPVTNQRLPHLSIIPNHSLHAAIQQWKLRAS*                
>Sbic_10g030800                                                                 
MLGRFRAVYEKMNLALDGMPYSEIGISDEVKEQVELINAQLKRCKKRSDTQDMELSMDFMMILENKEDGNADRAILERLA
KKLELQSLADLRAETMAIKKLINERNGQQPESTKHIIELLNKFKEIAGIDEKNILGDVSIPKYLEKCPSLMIPNEFLCPI
SLEIMTDPVIIASGRTYERRSIQKWLDAGQRTCPKTQQPLAHLSLAPNFAVKNLILQWCENNTVEIQMGESEAIAEQEDR
KEDIPKLVKDLSSVHLDVQRKAAKKIRTLSKENPENRALVIENGGLPALISLVSYPDKKIQENTVTALLNLSIDETSKVL
IAKGGALPLIIEVLRNGSVEGQENSAATLFSLSMIDENKAAIGVLGGIAPLVALLRDGTIRGKKDAATALFNLMLNHPNK
FRAIEAGIVAALLKILNNKKLDMIDEALSIFLLLASHPGCRSEVGTTSFVEILVQITKEGTPKNKECALSVLLELGLHNN
SLMVHALGLGLQEHLSDIAKTGTSRAQRKANSLIQLSRKCL*                                      
>Osat_LOC_Os01g12930                                                            
MAGPTPTYSSVVAHTAAFLAELIADPLLRRHLLSAAAAAGGVGRKQRQHPAATLQALSLVSDALDTAASAPPSLSSLRAA



ERLLLSLPVATPLSCLLLALASASRRRGGAAAAAAAAVLDLFALDPALARHELAPAAFEALFAPRLLPVMRHFAARRAST
AAAAAEAASHRGEDGSVETAAMSAMRVLSLMSGAQAQEMRDLEREYEKVLDANCIAYALYLKKILETGDAAKETYSPPPP
PPELVFGVGDDDQDGDVDDETTAETDETVSSQNDVRYNPIWADADEAADLYPRQGSGKGWRELMRPPSLYPQRVPPHLIV
QQQQSSPSPTGRGSPVARLRAGHSPATPSSDVSMEDSPSSSELLAGREEKHTASPLSRPAGRARPRGEEDDDDDVAAMLS
PEHASSVMGGDGGGDVARRPVVATPKDFVCPITSQVFDDPVTLETGQTYERRAIQEWLDRGNATCPITRHRLHGAHLPST
NYVLKRLIAAWRDQNPAASSSAPTPPPPATTTMDSPAAAAPFKISSPSPDATVSQASAPSPTSVIAQASLDSAVGELRAA
VSCLCTSEELADSERSVLRIERLWREAAGAEHVVLAALAKPAVVNGFVEILFNSVSAQVLQVAVFLLAELASRDDAVVQT
LTRVDSDVDCLVALFKKGLVEAVSLIHLLSPSPEQLVEMDMADALVATIRRGGGDDDGGAVVKMCVKPKAASVILLSQIL
VEGGRDSSSPAVAKSALVSERFIRSVAASLEAEQVEERVAAVRILLRCVAEDGHCRSSIVENSALAAVLDAFHVVGDADK
FDIVRLLSELLKLKRRSAADRLLRTIKEASSFSMMHTLLVYLQSTTPEQSPVVAGLLLQLDLLVEPRKISMYREEAVDSL
IQCLKNSDYPRSQLLAAETIMNLSGKFSSSGRPLSRSSLLKLARVKERHRPSHDLSISRGAGEDEMEEEKAAAEWERKAA
YALVSHEFGLVFEALSGCLAAAKNGELFTASLVSAAWLVRMLPLLPDTGVLGAARVCLLRQLVLVLRSGKHGSDRALAMV
ALRSFMNDREGMHEITTYIKDVLRTLRELKKSSGLAFEMLKLLSDGQESSIDMWNHKELNHADCSSNGEVTSIAYFKGYI
FSGHSDGTLKVWEGSENILRLVHESQEHTKAITSLAVLHSEEKLFSGSLDRTIRVWQLRDALRCVEVHDAKDPVQSLAVA
AAMACFAPQGSGVKVLSWNNGGGAKVLNASKVVRSMALVHGKLFCGCNDGGVQEIDLASGTIGVIQQGSKRIIGKASPIY
SLHLHGDLLYTGSTSLDGASVKIWSSSNYSLVGTIPSSVEVRSLVVSSDLVYLGSRNGVVEIWSREKLTRIGALQAGGGG
GSGRVQCMAVDADGDVIVVGTSDGRIQAWGLT*                                               
>Osat_LOC_Os01g60860                                                            
MAGNPAAAAPSSSGSSSVFLPPPSPSDGELLRPLHRLARDLSAVDTPAPFLRAAFASISRRSKLLAAAFDDLLLCGAAGE
LPRSASLCLREVLLVLQRFKAIVADCSARSRMRLLLESDEMEAELRELNHDLATLLDLLPVVELGLADDVLDVLALASRQ
CRRCSPAPESEEALKASVLSLIQEIEREIVPERERLEEILVEVGINDPASCSEEIESLEQEIGDRASEKWTASMIALVGL
LRYAKCVLFSATPRPSDSNSKADVEAEDGEPPVPPSDFRCPISLDLMRDPVVVASGQTYDRESIDRWFSSGKSTCPKTGQ
VLANLELVSNKALKNLISKWCRENGVAMEACEASKSEQAQAVAANKAALEAARMTASFLVKKLSVSFSPDAANRVVHEIR
LLSKSGSENRAFVGEAGAVPLLVPLLYSEDAGLQLNAVTALLNLSILEANKKRIMHADGAVEAVAHIMSSGATWRAKENA
AAAVLSLASVHSYRRRLGRNQSVVEKLVHLVRTGPTSTKKDALAALLTLAGERENVGKLVDAGVAEVALSAISKEETAAA
VLAALAKRGGAEAIVNIDGAVARLVAEMRRGTDWARENATAALVLLCRRLGAPAVTQVMAVPGVEWAIWELMSIGTERAR
RKAASLGRICRRWAAASAADGERGGGCPVATVVPPAMMAS*                                       
>Osat_LOC_Os01g64570                                                            
MASAAAEVPSYFVCPISLQLMRDPVTLPTGISYDRAAIARWLAAPGARRTCPVTRQPLEHGLELTPNHTLRRLIQSWAAS
VSPGSAVDEEVAALRPVSSDEVASLLSDAAAAQVGALRRLRELAAECEDSRAMLESQGGVFDVLSRVVTSGSACSTAREE
AVGVLASLRIPEQELIGVSTRHGNLAESLTAVLRSSNLQSRAHAVQLVRTLADAVVPAWVIGLNAELLAEVVGVVRDRVS
ARATKASLHALAALCPYGRHRVKIVGAGAVAALVELLLDEPERRVCELALAVLDRLCTCAEGRAELVAHAAGVAVVGKKV
LRVSEAASERAVRVLRSVARHAATPAVLQEMAQCGVVGKLCLALRSEQCGVKTKEKAHEVLKLHSRVWRASPCLSPSFLA
LYPS*                                                                           
>Osat_LOC_Os01g66130                                                            
MDSVSLSLLDSISNFRVLSSSNASKTELVKKYCQTMDGILDHLEVALNRAFPQITPDGELSKVLEELGATINEATELVGG
WNQMMSKIYFVIQADSIIAKMQIYVFELCQIVNSLMQIESMHLEDLEHDSCGKISDVIREASRALAGEVMPNSEEFGKIQ
TTLSLSTNQELLMEYVALVKVKTKGNHEDNKEMDDINDIVELVNHMLDKHVEEKQTRSINGVTIPADFCCPLSLELMSDP
VIVASGQTYEHVFIRKWFDLGYNICPKTRQILGHTKLIPNFTVKQLIENWCEVHGIMLPDPVKLLSLCFPVSLNITDGSA
SADKSGSPEHCQLVAALHPKAQCASDDSHHYNLIHENSDSDDRVSSFGDTDDSEPDSLRLSTETTAANKSLLDEKTDRSD
GLKQLRDNGFQVSDEEQYLERNGKSHISSHHQLEVDGENVRVQASSDINASEVMQDDPVTTCSKVSDNPPRLGGVRSRNQ
PNWWRQSNKTIPRIGLSSSTDSKPDFSGNDAKVRNLIEELKSDSAEVQRSATGELRILSRHSLENRIAIANCGAIPFLVS
LLHSTDPSTQENAVTILLNLSLDDNNKIAIASAEAIEPLIFVLQVGNPEAKANSAATLFSLSVIEENKIKIGRSGAIEPL
VDLLGEGTPQGKKDAATALFNLSIFHEHKTRIVQAGAVNHLVELMDPAAGMVDKAVAVLANLATVHDGRNAIAQAGGIRV
LVEVVELGSARSKENAAAALLQLCTNSNRFCTLVLQEGVVPPLVALSQSGTARAREKAQVLLSYFRNQRHVRVGRG*   
>Osat_LOC_Os01g67500                                                            
MDAMEAEEGPFLANDAKLHAGMYRAFHPAVSKLVAIFPFIEASRPRSKSGIQALCSLHVALDKAKGLLQHCADCSRLYLA
ITAETVLLKFEKARTQLQESLRRVEGIVTEEIGCKIVEIIAELEEVVFTLDQSEKEAGDEVINLLQRNRKMNSSSDSGEL
EVFHMAALKLGITSSRAALTERRALKKLIEKARSDEDKRKEYVVSYLYNLMRKYSKFFRSEAGDDTDSQGSSPCSPTILG
MEDMYGPYGNGRAFSRQLSSIQSFNSRFGSFNSRLGSFNCRRSGPRSENMSIPPEELRCPISLQLMYDPVIISSGQTYER
VCIEKWFNDGHSTCPKTQQQLSHLSLTPNYCVKALIASWCEQNDFPVPDGPPGSFDVNWRLALSDSEATGCVSLESFDSI
NVKSVKVVPLDNVRKEEPANNESGTLDDSSCYDFDMNEGYRNLLLMLHEKTNLHIQCRLVEQIRYLLKDDEEARIQMGSN
GFAEALVQFLRNAVQDGNEKAQEIGAMALFNLAVNNNRNKGLLLSAGVIDQLEQMISNPRLSAPATALYLNLSCLPEAKN
IIGSSQAVSFLVDRLFSHEARDTKGSSCKHDALYTLYNLSNHQASVPSLLSAGIVEALHSLLSESLASEGLGWTEKALAV
LISLAATQAGRKDIMSTPGLISTLAMLLDTGEPTEQEQSVSCLLVMCSADDKCIAPVLQEGVVPSLVSISATGTGKGKEK
SQKLLKLFREQRQRDGAQPVPQQAQQQQQQQQQQQQAGETGNGTMVCRRDSKQLCKSKSRKLGRTLSSLWKNRSFSLYQC
*                                                                               
>Osat_LOC_Os02g12410                                                            
MEPPPLFQCPISMELMEDPVTVATGVTYDRRSMERWFFRLAVNVLWLVACAPTPAERVLEDMVVGGAVAKLLALMQVESS
PSTKDKAVKMLRAHGAFWRQ*                                                           
>Osat_LOC_Os02g12670                                                            
MASGEPRPPSPAAVAVAVRPGGSASRRAARWAAANLVPAGDGDGRASAAAISVVHVIPPLRFVPSPCGEQVPAARVAREA



AEAYARDRHARAQEALRPFRRIFAAAANATVETVVLEGDGVAEALVRYAADSGVRSLVIGSASLGWFRRAMSVPDVATAV
LKTTEISCNVFVVSKRRLTLKVTRHPQMSRSGTGLRIQSVSQKAFAQSYRSLLFDNFPENGIHPDSCCQSRVSHCGPTNA
RQSSESHGQILFNSLGAKTTGIEGYKNHGLRSPFKEAHYADSNSSEECQSIDEVAKLRKELQDTLVMYDKACEDLVHAKK
KVMNHVSHVAKEEEDAIGSFVSAGVNQTGLENPRKIAVAVSDKMHCFDLPPVMAAVVGGACDVSPVAKPSWGPGRAWHLP
CRHATTPPSPPKIQVLSSECSEEARKVEHALQEEEALKQVVADEKAKHLEAIEEVEQAKKSFTREAYSRNKAEMVASMIS
LDKAKVVDAILSTSKNCRRYKKHEIELATDNFSEARKIGEGGYGNVYRCTLDHTEVAVKVIQQDSIDKTDEFLREVDILS
QLQHPNLVLLLGFCPEIGCLVYEYLQNGSLEDQLLNNKGRQPLHWFLRFQIIFDVSCGLAFLHGRKPEPIVHRDLKPANI
LLNKNYVGKIGDAGFAKLISDLVPDWQTEYKETIIAGTLYYMDPEYQQTGTVRPKSDLFGLGVIILQMLTGKRPNGLIVS
VENAIRNGMLADILDKSQTDWPLVEAEMLAKLGLRCTALKCRERPGLESEVLPKLQEILHRITSTVNLRSPKLNVPSHFI
CPIMQEVMNDPYVAADGHTYEQQAIKAWLKKHKVSPVTRRILPNLSVIPNHSLRAAIQQWKSQSAHAKS*          
>Osat_LOC_Os02g13960                                                            
MAAAASASSPVEFLLRRPAPRRRRLPLAGAFFAPTGLAGATLLRAVASLAASLVAGARPPSQRRNVDALARRLALLSAIL
ESILLDTAAAGAFSDAANLCFRELYVVLFRAELLVSYVASAGRAWALLRSPHLAASFRDLDAELAVVLDVLPAASLRLSH
DATGLLDLLRAHCRCRAPAQYHDPDEAALRERLMDALRQFDLGQPPDHPSLQSLLADMGISTAASCRAEIDYLEEQILSQ
EEDTDLPLVGSVLALLRYCLFAVFDPSNAKALRDWPLSGNRQRLLSIGGGDDTSFSVPKEFSCPISLDLMRDPVVASTGQ
TYDRPSIIQWIEEGHSTCPNSGQTLADHRLVPNRALRSLISQWCGVYGLQYDSPESNEGMAECVAASCSSRAAMEANKAT
ARILVRMLEDGSENVKAVAAKEIRLLAKTGKQNRAFIADLGAIPLLCRLLLSNDWMAQENAVTALLNLSIFEPNKGRIME
QEGCLRLIVGVLQNGWTTEAKENAAATLFSLSVVHNFKKLIMNEPGAVEELASMLTKGTSRGKKDAVMALFNLSTHPESS
ARMLESCAVVALIQSLRNDTVSEEAAGALALLMKQPSIVHLVGSSETVITSLVGLMRRGTPKGKENAVSALYEICRRGGS
ALVQRVAKIPGLNTVIQTITLNGTKRAKKKASLIVKMCQRSQMPSAMALGSTLTVVDRSLVGNNTLRRAASFGSGELSNP
ISISVQVP*                                                                       
>Osat_LOC_Os02g28720                                                            
MAKSTPAAAAAAPEEATAAALRLRLRRLVAAVTAGGVGGGEAFDEAASALAALRDAELGPPPKDRPGAGAERRRSGHAEA
AAVPEQFLCPISSEIMRDPVVLASGQTYDRRFIQEWLSAGNRTCPQTQQVLSNTILIPNHLVRSMIAQWCTENGIALSPL
ENQEEDLVTNNERKSFSELFDRISSSSNISEKRQAIKDLRLLTKRNSSFRAVIGENPDSISQMISAVSNPELESNSEVLE
DTVTTILNLSIHESNKKIIGDDTKAITFLISALQSGTMEARSNAAAAIFSLSALDSNKAKIGESGAMRPLVDLLEHGSMT
AKKDAASAIFSLCKLHENKSRATKSGVIDVVLKAISDESLTDESLTILALLSSDHETVEEIGETGGVPCMLHIIKDDQCK
RNKENAVAVLFSICMYDRTKLREVVEDENLNGSLAWLAQNGTSRARRKAAGILDKLKRTIHKTHYSC*            
>Osat_LOC_Os02g28870                                                            
MDPEAEEAQLRLEMELAKKAKADMSGLQRSSSLGLDHAGLYPLPLPPGWRSAPTSPLRTPSSPPPLQFPPAWAADVAGTS
GSAAPEDDGPARNAGADEATAGSAPKNEDPARAAGADDGPTRSDYAAMMRMALAKFQDDDAAADDEEAASAVMEQAMTGL
MDLTYRKAKPPELPYEFATRWPIPIAHDGTLQAEVMRDPVILPSGYSVDQTYQNNQKRQNPWTNTSTFTDHSLPYSLSVP
NHLLRDMISAWCLDHSDLSPSTTSDTPSTPLEPSEEEQIQRILKLFSGNSASQREALKLIQLLTKTTKGVQPCLAKYADI
IPVLINLRRKYKSSWTQDLEEERLTIILNLTMHRQNREILAGQNELAGAIKKIVKKAGNRGKRTSSLAKVASIVAVLSEF
DMFRKRMLDAGGMKMLRGMLKIKDTEVITEAATAILALYADGEGEQPARFHEVPQMLLECHMFTDGILLLLDRLPKSPRV
FRKICDQALQLVNIVMAEDASGPVTRKGILSAISLIYEIVERDVGKMNAVKNMEDFIERLRQLSSDRLPMQKMLQVERII
RTLSDAFPAPTVRGRCQEPSGSRLLA*                                                     
>Osat_LOC_Os02g33590                                                            
MEEAAAEVPSYFLCPISLEIMRDPVTLATGITYDRSSIERWMFGGGGGDGGKGTCPVTRRQLAPAEREATPNHTLRRLIQ
AWCAAHAVERFPTPRPPVDSCRVAALVDEGTTTMLGGGGRQRQLAALREIKAIAAESDRNKRCVEATPGAVEFLVSVVVQ
SHAAASTSASSDDDDLFDSVIDSPMSTSSPEEEALGVLYSLKPSEPTLRRVLGKDNGVGFLDTLASVLRRPSYRSRAYAI
LLLKAVTSAMPPERLMAVSPELVEEVVRVVSDGVSSKAVKAALHVLCRLCPWGRNRVKAVEAGAVAALVELLLDEEGGGG
RRRAAELAVVAIDHLCGCAEGRSELVAHPAGLAVVSKRAMRVSPAATESAVRALHAVARNAATPAVLQEMLAVGVVAKLL
LVLQADGGERARARAREMLRANARVWKDSPCLQAHLKASYPS*                                     
>Osat_LOC_Os02g33680                                                            
MDPSSSSSSSSPFSTPFHSISSTSTLRPQLAIAIVATPSVCGRNEIEQQPSMVRKEMGGGGGRLAAEYQGLEVKVPTFFR
CPISLDVMRSPVSLCTGVTYDRASIQRWIDSGNTTCPATMLPLPSTDLVPNLTLRRLIALWASTAAPSSPAAPSAVGPTP
AAAAAELLRRVAAPGVDPCPALRKLAAFLSDDDVDEFDKNALARAGGAAETVASVLRRRGKGDDDDGGVEAVEAAVRVLA
VLATSDCIEEENRRRVAAALAAGGAAPSVAASLARVMRSGSGLEARVDAARLVESLLRDGARGATAPGVRAAVAESEELV
AELIRLVGPTDEKGSLDAQAVDAGLSCLAAIVAATRRARAEMVRLGAVPAAVRVLATDHHGGSHAQALRVLEAAVGCAEG
RAAVCEVAEAAIPAVVSRMMRCGGMGGAEAAVSVLWAVCHRYRDRRAVEAAAASEGGLTKLLLLMQSGCSPAARQMASEL
LKMFKVNAKSCLAGYDSKTTHIMPF*                                                      
>Osat_LOC_Os02g34410                                                            
MPGSVPLALGLDTAGVQVPWYFRCPISLELMRDPVTVSTGQTYDRASIESWVATGNTTCPVTRSPLDRAFTLIPNHTLRR
LIQDWCVAHRSLGVERIPTPKQPADPDLIRSLLAQCPALPPLRKLRALARDSDKNRLVMATHETRAALVDMAFGTNAGGE
EVEAEAMAVLAMVGLGEAEAVEVVGRRERVARLGELLVSGEGAATTTATLECRVNAGAVVEAVAAVSGADARAVLGAAEG
VMEGLVALVEEKAHARAVRVGIRGLFALCLAKENRPRAVAAGAAAALARRVAEGGGGAGEPERALAAVERLCRTEGGRDA
VVAGAGGGAAAVCALVRAMSGRSAEHAAGALVAVVGGSEPLQVEAVRAGAMSQLLLMVQGGCSERAKRKAQHLLKLLRSA
WPAADSIANSDDFLQPY*                                                              
>Osat_LOC_Os02g44610                                                            
MDSDGEEYDAMWSARCSVSSSAGSLQDAGDQWDEQSLAAGEDKVFVAVDEDVEHGKSTFLWALQNLLHFSMGTKVHCTRM
KPEEISEYLMLAKEEAEKNLDEYALIAKSTGKDMKTDCQKVLIDMDDVAKGLEELITLHGITRLVMGAAADQHYSEYGPH



LPNGNERTKFQDSPQADGDCIPIMQDMVYLQWPSDMHKKFNRSCPKRQIFMTRDWGRTGYGSLRTDDAISIPEATTLAAI
VDDTNKQRSVMHSPQESDSVNFSSPACDPQQEEEEPNLDEDMHDILNEACTRAELLKKEVDGESSKRRKAEMDLLIALQR
VQESEKSYLQEVNQRKETERTLARQRLEIDEMKRRHNTLYDELQDTKKQKLLLEQHISEIKSAAKDYVQEITEYFIQESC
EEAKKFQKIKMDLLAMLQRVKDVENLNRNEKMQRKDMEEKIARQRMEIEETKRQRDELYHELKDVKEQKLCLERLDSSKE
TKRRRKAESEMLSALKKVHDLEHQYLNELKRREAVEETFARQKEEIQETKRELNKIRSRHMTEIKAHEEKLAESIRFIQK
IQAKYDKTLHERDTAIAESEKLRQMNRDGASMIATTQIADFSFFELRQATQDFDTALKIGTGRFMNVYKGFIRNTAITVM
LLHPQGLQGQLEFHQEVVVLSRLRHPNVMMLIGACPEAFGMVYEFLPNGSLEDQLSCKKNTPPLTWKMRTRIIGEICSAL
TFIHSQKPHPVVHGNLNPMNILLDANFVSKLHVCQLLRKYNTGNNTSGTSSYIDPEFLSTGELAPRCDVYSFGIIILHLL
TGKSPQNITTIVEDAMEKRQLHSIMDTSAGSWPFVQANQLAHLGLRCANLSGRHRPDLTGEVWGVIKPLLKDASQNFGCK
QAFEALSDDTQAPSYFICPILQEVMTDPHIAADGYTYEANAIRNWLDGGNARSVPLKSQSPSIGVHLLYYLRSQKVDAHE
RNRILTCRQQAESRRASVDAGGGRRAGGLLSPELHSRLLSDHRAPLLSLLRRRDDELRTKIKYHLLALGWTIASKPNLPG
LTPRLRYVSLAGSMHACIAIHKHIYMVLN*                                                  
>Osat_LOC_Os02g46500                                                            
MAAMDEPPQLFLCPISMELMEDPVTVSTGVTYDRRSIEEWLFVYGRTTCPATMQPLSNFDLTPNHTLKRVISSWLDRGSS
SSSSSSPSTSTLSSPIHELATPLSRALEQERLLAALAELEETPFKVTKLKSMRARMAGDVAMQGEFVASGGVRVVGRVMA
QALAESGGDFSAFAACEEAAAVLAALPLSDEASVRVVLAPECIRPVMALLQRGGAEARLHAMDILTKISSSGSGGDWTAG
VDIDDVIKSLLELLSDEASTRLSSRALDVLLDVVERARGARAKAVEVGAVHVLVELLADADDRRVTERVLLLLKRLCKCP
EGRLAFAEHDLSVAAVARTMLRVSELSTQLAVKVLWLVSVVAPSEKVLEDMMLTGAVAKLLGLLHVESSPSTKQKTVRMV
RIHGVVWRQYACFPTDFRDYLRLLD*                                                      
>Osat_LOC_Os02g47670                                                            
MENRNKEDMGPSQRNSCPKVHSSMCSELTMMLDKVSSILPLIEAARPGCKAGIQELCNLYNIVEKGKLIIQHCVECSKLY
LAITGEAIVSRCERIRDSLRRSLFLIENMVPPALANQIVDVHDDLGDIKFVIDPTEEEAGKTILEMLRQSDVTEELELET
FLQAASNLNLTSPKSMLIERRAIKKLLDKISGTDPKKEGVLKFLLYLVKKYGKNIKPETGERNENMQSESQSSTPSSSFV
SDTSTPGKWYTPTDIQRNEDQTSMSGAATPPAEFCCPISTKLMRDPVIITSGQTYERENIERWFREGYDTCPRTHIKLEN
FAMIPNTCMRDLIFNWCKEHGFIISDILPPSKNAYSYLPEQLHGYSMSSLHNVSVPLIAGKVRDFVIDHSTSSVALSEAS
YMSDSYHVRDMEEPKDSFSQFSWSADYQECLSFRNFNQDKFLRFFYELSKLPLELQDRSIGDLKIILNEENEASCAMVSN
GFVEAFFDFLMNEDGSYSMQAQKVGFQFFRVFLSNSRTNILHMNEEAFRLFASFIDSELKTEALLTLHELVQHLSCRQSH
LMASIITPLLESEDAEGLKLCLKIVCNLSSDSDVKPYLISLGIVSRLSPILSEGTFAECCLEILRNLCDVEEATVLITKT
DRCLGSVAEYLDTGSPKEREHAVVILLAVCSHSSEDCLLVMKEGVIPALVDLSVNGIDEAKGCSMKLLHLLRDLRRTDQL
NNSCSQEVVVTDVVEGPPDSSIHKQPIPKSSRFFQRKLNIFSKPRSLTLF*                             
>Osat_LOC_Os02g49520                                                            
MLLVVSGDVRQQNFNESGAAIMERQTARRTPSSVTQMPEFPPACVNLAKELTARCRARALQLTDDEILSITQDLESVIEN
LCDYIGRVPTSALGSNAYTDGAVKALSVRGFLEDDMLTNAVNSMPNRKYFHDSNMPRLVEFLQGMYHESDEFGGHLFSSL
PEVSEYIEPLYDALFCPLTNQVMTDPVLTESGVTYERRAIEEHFERFADSSENVICPVTKMPLQSKTLMNNASLKSVIAE
WTMRNEAMRIRIARTALSLSSTEAMVLEAIHELKSLAKLRGKNREQMHKIGVTRLLARLLDNHNVQIRHSALELLCFLVE
DEEGKDIIGKTKAIARTIKLLSTNGTDERHAAISFLLELSKSQLLLEDIGSTAGSILILTTMRINDSDDPIAAQKAGEVL
KNLEKCSKNIKYMAESGYLEPLQSHLVEGSEEMQMEMVGYLAELIQEQELTIDINGSTSGVLIKMVHSCNTVARKAALDV
LVQLSSHRPNSKTLVEAGVVPVMVEELFIRKVDDEPLSYKAMAAAVLANVVESGIDPDNTVVNKEGHVLTSKYSIYNFVH
MLKCFMPDELNLSIIRVLLALTAHAKALAAVVSVVRENHRGHSIVELMSSWTEALGVASTRLLITLSAHMGHTIAERLCK
TQGQPRRLVRSIFRAGRAAITERHAAAVTLLSRLPYRNVSLNLALVQEGAVPAILRGIEEMGSGAARMTTSRHAAPYMEG
LVGTLVRLTATLYNPDVLKAAMDHDFASVLTALLAGAAGSGEVQRLAAVGLENLSYHSIKLSRPPPPPEDEPRPKKMTIL
KRLKDARVHNHSSSKNPPLNVCPVHRGVCTPATTFCLLEAGAVEGLLACLENDDARVVDAALGALCTLVDDRVDVEKAVV
ALAGQGAARRVLAALRQHRGNSLWHRCFSVVEKLLVHGDDVCVREVTGDRMLPTALVSAFHRGDANAKQAAESILRRLHK
MPDYSATYMSVEF*                                                                  
>Osat_LOC_Os02g49950                                                            
MAAEAAAEIVREIAAVGAADLAAAAEPLRADCLRLARKVSLLSHLVAEVAEAGAGGGDADAADSWLGDLVRALQAARRFV
ELGRAPARPSRASDQDAVCNNVAVQFKFVTWQLQTVLARLPQSCFQISDEVQEEVDLVRAQLRREMEKKGDIDVNIFSKF
HDILALHVSTVGSQSEQSHGQPDTPQMENLCNGHLELQNIIMLVSEISGVPKSDAERITSQLIEGLENMRVTDSKKPVSV
SQSSDETKASPETHKKSDAVAIPEDFRCPISLELMRDPVIVSTGQTYERAFIQRWIDCGNRTCPKTQLKLQNITLTPNYV
LRSLILQWCEEKGIEPPTRSKNDGAYLEVGGERVAIETLVRNLSSSSLDERKSAAAEIRSLAKKSTDNRILLAESGAISA
LVKLLSSKDLKTQEHAVTALLNLSIYDQNKELIVVAGAIVPIIQVLRKGGMEARENAAAAIFSLSLIDDNKITIGSTPGA
IEALVELLQSGSPRGRKDAATALFNLCIYQANKVRAVRAGILAPLIQMLQDSSRNGAIDEALTILSVLVSHHECKIAIAK
AHAIPFLIDLLRSSQARNKENAAAILLALCKKDAENLACIGRLGAQIPLTELSKTGTDRAKRKATSLLEHLSKLQVL*  
>Osat_LOC_Os02g50460                                                            
MVTPMTRARARARAVRLAVSEIPLAVRRSARQQQQPPEPAADVPDHFLCPISLDMMRDPVTAPTGITYDRDGVEVWLERG
RPTCPVTGRPLRPEELVPNHATRRMIQEWCVANRALGVERVPTPRVPVSAADAREILEGVAAAARRGDAAACGRMVARAR
ALGKESERNRRCLASAGAERALALAFSRLAAASTDQQAEARACALEEILAALVVFFPLDEESRRCIASPPSLDALVSILS
HGEQVTRVSAVVVLREIASSCDNQCLEAMSKANAMYDALVNLVAKPVSPQATKAALVTAYYLVKNDIEHAASRLVDLGTV
ELLVELLADADKGTTEKALAVLDTVLVAAKARDRAYAHALAVPVLAKKTMHVSDMATEFAVSALWRLCKNSPADGGCKAE
ALQVGAFQKLLLLLQLGCDGVTKERASELLRLLNASRDSTECIETADFKGLKRPFI*                       
>Osat_LOC_Os02g57700                                                            
MEAAAGAGGAIGGSGREAAAEEEDGGEQWLEEEAEAEAVYCAVGKEAVKEWKANLMWVLAAFPWRRRRSRIVLIHVHRPP



SRVNMMGAWVPVSQLAEEEVNAYRQLEEERISKVLDDLLDICKSQKVNASKIIFSCDDIARGLLQLVDDHGITDLVMGAA
SDKAYSRKMRAPRSKKARKVQLKASPSCKIWFVCKGNLICTREVNEGLNRTGSSTTSTTPRSSTSDYSRSRSSPRVHSLS
SEQFGMQDPAEPTTSSVDQTPIREDNAMDRGTEGFNHEAVAVASSSTVPVSENVEAVQRSAAAVVQSLQEIEEDSPTPSG
HGSEDAGDVSDAYDKFKDAVIEAENLRHEAYEETRRRQKVERDLADATRIANEAESSQQREARHRKEVEERLARERAAME
QDRRELDDILEQTREVDARAAELELQITSSERMMRDLEAKLSESYDLLHQLRRERRRDDVPAEAMAGSEAGDQRLTFLRL
GLPELEEATNHFDESVRIGGGDGSRGSVYRGDLRSMAVAVKMIGRDVAVDEVGFCREVEAVGRARHPNLVTLVGACPEAR
AVVHEFVPGGSLEDRLAGAAPALPWHELCGVAHRACSALAFLHSTQPRATVHGDVRPANILLGEECCSSKLAGLGMCRLV
RSSGGVALSRPAVGYVDPRHLATGEMTPERDVYALGVVLLRLVTGKPPLMAKQEAREAAGGSKAWHEVFDASSGGWPLEV
AREVALVGLKCCDVEEEPAGARRPGELLEEACGVLEAAMSAAPGRSWSSVSSSSDGGEGGAPSYFVCPILKEVMRDPQIA
GDGFSYEAEAIREWLRSGRDTSPMTNLKLPRRELVPNHPLRDAIHHWRLRRAMRTNFTTGLDSYYY*             
>Osat_LOC_Os03g01160                                                            
MSSSSVTSNNSSDQSPFDSPRLLGSNLPSENPKNSSPAHRNRSLTLYDYLNGSTSIYPDKDRRVNSSTGTESSKPSELKG
SNEVLRQESLLQGMLSDNKDHISTELEKLRLELRLIQGKHKLVQDESDDASRQMAELAAKRMEEEAQLREIQSRLDKAND
NVEKQKAHRYAAEQALNHVQDLVRGEVMQKNMLQVKASRDADKKLRLEKLFVLQGNSYSTFTWEEIDNATSSFADNLKIG
SGANGTVYKGYLNHSAVAIKVLHSDDNSSNKHFRQELEVLGKIHHPHLVMLLGACVERGCLVYEYMENGSLEERLRCKSG
TAALPWCDRLRIAWEVASALVFLHSSKPNPIIHRDLKPENILLDGNLVSKVGDVGLSTLVSSGSGGSSSTMYKKTALAGT
LFYIDPEYQRSGQVSVKSDTYALGMVMLQLLTARAPIGLAEVVERAVEDGKLRDILDENAGWTWAMEEAQEMADLALRCL
EMRGKDRPDLKTRVAVDLDRLKRRALPTQPPPEHFICPILKRVMQEPCIASDGYSYERHAIEMWVCDKDVSPVTNVRMPN
KTLVPNRSLLTAITAWKSQGGRKPTNKFVTTSPNHL*                                           
>Osat_LOC_Os03g13010                                                            
MPQYQELPCGGQVLDIDTALKDGILGGGPELGDAAAGDGGKQPVELRKMMDELDAAGDGGGDEAVPAVFICPISLEPMVD
PVTLCTGQTYESANISRWLALGHRTCPTTMQELWDVTPIPNTTLRQLIAAWFSRRYTRFKKRSADFHGRAAELVHALRGT
AVPKRQPLKGQARVAALRELRSLAAAHQSVTKAIAEAGGVGLLTSLLGPFTSHAVGSEAVAILVSGVPLDADAKAALMQP
AKVSLLVDMLNEGAVDTKINCVRLIRILMEEKGFRPDTVASLSLLVGVMRLVRDKRHPDGVAAGLELLNSICAVHKPARS
LIVSIGAVPQLVELLPELPTECVEPALDILDALAAVPEGRIALKDCPRTITNAVRLLMRVSEACTRRALSMLWVVCRMAP
EECAPAALDAGLGAKLLLVIQSGCGPELKQQASELLKLCTMNCTSTVFISKCKLTKTIQ*                    
>Osat_LOC_Os03g13740                                                            
MALLARRARKAVMAKAPAPLLQKRGGGAAAELAIPAHFRCPISLDLMRDPVTAPTGITYDREGIEAWLDTGRAVCPVTHA
PLRHEDLVPNHAIRRVIQDWCVANRSRGVERIPTPKIPVTPVQASELLFDVAESAARRGAAGRAAGAVARVRALARDSER
NRRCFVSVGTGRVLAAAFESLAAAGEAGVLEDVLAALVCMMPLDEEAARVLASSSSMGSLVAIAKHGSLAGRLNAVLAIK
EAVSRDGAFVDLADDKVDKVVDALVVIIKAPICPQATKAAMVATYHLASSDERVAARVASTGLVPTLIEALVDADKSVSE
KALAVLDAMLASEEGRASARGHALAMPALVKKMFRVSDVATELAVSAMWRLGCKASSGDEEAAATGCLVEALRVGAFQKL
LLLLQVGCRDATKEKATELLKMLNKHKGLGECVDAVDFRGLNRLS*                                  
>Osat_LOC_Os03g16824                                                            
MDEEAKPNPNADAAPAAAEAAASSPPPLSSSESAEGKDKEEEKEEEEEEEAGDLVEKLVELVEEIAAISDFRNAYRRQFC
NLSRRIRLLAPMLEEAKEGPRPLPDVSYSALRRLREALADSRELLRLGVSGSKISLVLEREKIMKSFQDITARLEQALGL
ISFDELDISDEVREQVELVHAQFKRAKERSDPSDDDLFNDLVSVYNSSTSANVDPDILQRLSDKLQLATISDLNQESLIL
HEMASGGDPGAVVEKMSMLLKRIKDFVQSRDPEMGTPVNTTELSGKDNMASLIVPDDFRCPISLDLMKDPVIVATGQTYE
RGCIERWLEAGHDTCPKTQQKLPNKSLTPNYVLRSLIAQWCEANGMEPPKRAAQHHNAPASCTAAEHSNVVELLQKLLSQ
NLEDQREAAGMLRQLAKRSPENRACIGDAGAIPILVSLLSITDVSTQEHVVTALLNLSIYEENKARIITSGAVPGVVHVL
KRGSMEARENSAATLFSLSLVDENKITIGASGAIPALVLLLSNGSQRGKRDAATALFNLCIYQGNKGKAVRAGLIPVLLG
LVTETESGMMDEALAILAILSSHPEGKTAISSANAIPMLVGVIRNGSARNKENAAAVLVHLCNGEQQQQHLAEAQEQGIV
TLLEELAKSGTDRGKRKAIQLLERMNRFLMQQSQAQAQAEAMAQAHAHAQSQAQVQALNEAQSQVEMQVEQLLLPTTSHL
SDRRDG*                                                                         
>Osat_LOC_Os03g31000                                                            
MPPTHQIIKVMRLSLRALAPHLLLAFAEIIVARTEDFSSIGKHGRYFDLVDFSVIEGFKVPADMTICSFKGKRNANDRAW
ACHCNVSYSSTDRFNLSQERLTEEFGTPVQCQRLWWWTRRQNNTYRVDRPLTTEEEKIPVVHTLAIPKWLNRDDYLVFLK
LYDPEKARLRFMDGFTCSSNTKKSSWLRGSGRIELYKEIKFDPWVLCEAIDLHRTFSENEIVTGDIICYQKILKTQDLPK
YHSVASFLQHICDQKEEEMKRQILEEKIAGLEHQASADRLEKVETLIAYDQMKHERDNAVRQVNELRDQSTHAILKFSRC
DLEQATEHFTDACKVGDTEYGRTYKAIMHGTEVAIKLSSTESLFQQEVTVLGQCRHPNIITFIGVCSKISALVYEWLPNG
RNLEDHIVCANNSTPLPWQNRTQIIGEICCALLFLHSNNKNPPTAALIHGDLRPCNILIDDDASYRSRLCNVGLSSLFLQ
PGTCPPNLMERLSYMDPEFITTGELTTLSDVYSFGVIILRLLTGMAPLNLSKKVAAELESDNLHRLIDKSAGDWPYKEAK
QLAVLGVRCAEMAREKRPDLLNDVWRVVRPLMRKPSSCPYFPPASPEVCIPAPFICPILMEIMKDPQVASDGFTYEGEAI
RRWFDSGNNRSPMTNLVLPDLKLIPNRVLRSSIHEYLRQQKQQQQQEEGSVT*                           
>Osat_LOC_Os03g31044                                                            
MPPPPPPLPLHHQIIKVARDEDFRSRIGNDGRYFDLVDFSAIDVFYVPNSLTVYEFKGTLMEKFGTPVQCQHLWWWARRL
NKTYRVDRPLTTEEEKLSLWLRSLLGDWERKPLVFRAHASRTTKRCSTLIPNHSEINEDDALVFLKLFDPEKAQLQSALF
FDDTKFCSSSERGIKYVGSLYVKVSSRPSDILPKLRSLAGFCASEPIELYEEIKFDPSVMCEAIDIHLTFSDSGITTGDI
ICYQKSLPQNWRIYSSVASFLQHVCDHKEEEWKRHILEEEIAVLKRQADTDRLQKDESMTAIYKPHLCNEVCDQLKHERD
NAVRQVNELCDQSTPVILNFSRKDLEQAIEHFKNTGDFGDTEYGHLYKGMIHYTIVAIKLSSSQSLFQQEIIGEICCALL
FLHSNKPTALVHSDLRPCNILIDANYRSKLCNFGLSNLFLQPGTCPPNLMARLPYMDPEFNTTGELTTLSDVYSLGVIIL
QLLTEMPPLTLSEKVAEALESDSLHLLIDKSAGDWPYIQAKQLALIGLSCTEMTRKKRPDLLTKVWKVVEPLTRKPLAAT



WPYLQSATGDSCVPSAFICPISLEIMKDPQMASDGFTYEAEAIRSWFDRGNILGLR*                       
>Osat_LOC_Os03g31070                                                            
MQTGFSNSRMNSFISSVLVLHFNKQEIKFEPSVWCEAIDIHNTFSAGEIITGDIICFQKILKPPDIPKYPSVASFLQHVC
DRKTYEEVRKVHILEEEIVTLKHQADTYLVQKEKAVTAYDQLKHERDNAVQQVNELRDQSTHIILDFSRKDMEQATEHFK
NAREVGDTEYGHTYKGMIHNMKVLIKLSSSQKLFQQEVSILRQWRHPNIITFIGVCSEVSALVYEWLPNGNLEDRIICTN
NSAPLSWYNRTQIIGEICCALLFLHSNKSTALVHGDLRPCNILIDANYRSKICNFGMSNLFLQLGTFPPNLTARLPYMDP
EFNTTGELTTLSDVYSLGVIILRLLTGMPPLTLSEKVAEALGSDSLHLLIDKSAGDWPYIEAKQLALIGLSCTGMTRKKR
PDLLNEVWIVIEPLTRKPPAATWPYLQSASGDSSVPAAFICPISMEIMKDPQVASDGFTYEAEAIRCWFDRGISRSPMTN
LALPNLNLVPNRVLRSFIHGYLQQQQPNPAYQQQLSET*MPPPYSHIKVVREEDFRSRIGEDGHYFDLIDFSAIEGFNVP
PTMTILRFKEKLTEKFGTPLQCQRLWWWARRQNNTYRVDRPLTTEEENLPVESLISALCFEGDHLQLFLEVLNTNSLPTW
SNMDDALVFLKHYDPGKAQLRSTSLLHFFVLFIS*                                             
>Osat_LOC_Os03g31400                                                            
MASPSPAARPQRTPDEVEDIITRKILLVSLTPPSTPNPAVAYLELTAAELLSESRPLLALRDASERLLIDRLSLPDQPAG
SPSPFAYLVSSFRRAADEARKISTIRDAALRARLAASIAHLRGLILSYARIVAGNPDTFPSPHNAPHPAAELLVFHLAEA
ADPLDPTPAPGAPPPPGFLDEFFANADYETVEPAMGELYGRLRQSVEKVSALGDFQKPLRVLRRLVGIPNCAKALVNHPR
WIPKNQIMLIGEGRIMEISSVLGAFFHVSAIPDREFASKPDIGQHCFSEASSRRPADLMSSFTTIKSVMNNLYDGLKDVL
LALLKNMDTREKVLEFIAEVINKNAGRSRMQVDPLKSASSGMFVNLSAVMLRLCEPFLDRMESKKDKIDVNYLFCNDRID
FKNLTAINASSEEVSSWIENRGYEHAEDSASGEARFVESQEATSSGNNSTVSLSSKGGSLVNCSKKENFSFICECFFMTA
RVLNLGLMKALSDFKHIAQDLARCQDDLDSNRAMRDQGGGSAQLDQDIKRLEKIVEILSQDKLCYEAQIIRDGAFLQRAL
SFYRLMILWSVDLVGGFKMPLPSQCPKEFACIPEHFLDDAMDLLVLTSRIPKALESFALDDFLNFIIMFMAGTSYIKNPY
LRAKMVEVLNCWMPQRSGLSSTASLFEGHQLCLDYLVKNLLKLYVDIEFTGSHTQFFDKFNIRHNIAELLEYLWDVPSHR
NAWRRIAKEEEKGVYLNFLNFLINDSIYLLDESLNKILELKEIEAEMANVVEWESRPPQEREERLRVFHQWENVVRFDMK
LANEDVGMLAFTSEQIPAPFLLPEMVERVASMLNYFLLQLAGPQRKSLTVKDPEKYEFKPKQLLKQIATIYVHITRGDKE
GIFPAAISKDGRSYNEQLFASAANILWKIGGDPQIIQEFMQLASKSKTAASEAMDAEAMLGDIPDEFLDPIQYTLMKDPV
ILPSSRVTIDRPVIVRHLLSDSTDPFNRSHLTQDMLIPDTELKSRIEEFIRSQRSKKRTAADSEMGEPDGAADMAD*   
>Osat_LOC_Os03g45420                                                            
MAGEGVEMSEEEGAFEAFVCPLTKQVMRDPVTIETGQTFEREAILKWFRECRDNGRRPTCPLTQRELRDTEVSPSVALRS
VIHEWRARNEEKDLDRACASLVGGFAGHAGDEEEEESALRALVHVSQICQRSAASKDLVRRRGVLRAVAEMLKSGSRRLR
LKSLQVLRVLVEDNDDNKEELGKGDTIRTIIKFLSNEHVQERELAVSLLHELSGHEPTCERIGAVYGAILLLVGMGSSKS
ESAVAVDKAESTLRNLDRFDANVKQMADNGRLQPLLTRLLRGEPDTRVAMADYLGELALANDDKAAVAEQAGPLLVGMLR
TGATPAKEATLKALREISSSEASAKLLLQRAGVLPPLVNDVLFSTGHLPMKLKELAATILANLVASGADFRSIPLDDDED
DDGGGGGRGRRRTLLSEDVVHSQLHLISNTGPAIGCRLLSVLAGLTSSRATVADVVAAVKSSGATISLIQFIEAAHRDIR
VESLKLLRNLAPYMGAELADALGGSLSSLLRAISSDGGGVTEEQAAAVGLLGDLPEGDSSLTRQLFDLGAFRALAPKLAE
LRRGTIRGGNRYVTPLTEGVVKVMYRVTCALEEDAEYVEFAREAGLAPLFVELLHTNGMDTVQLYSAMALEKLSLQSSHL
TAIPAPPSPPAGFGCACLGRRPAAAAVPAGVCRVHGGFCSLRETFCLAQADGGKAVERLVACLDHLDGRVVEAALAALST
LVCDGVDAREGVVVLGEADGLRPVVDIMVESRTEALQRRAVWAVERILRVEEIAGEVAADQTVASALVEAYRNGDPRTRQ
TAERALRHLDRIPNFSAAFQSKRS*                                                       
>Osat_LOC_Os04g28100                                                            
MAKPAPAPAAGAREDEDAPALRRRLRRLVAAATAGAASESVLDEAAAALAALRDAEVGVGRKGVGGGEEAAAAAVPALFL
CPISSGIMRDPVVIESGQTYDRRSIQEWFSAGNQICPQTQQVLSHTIVIPNHLVRTMISQWCTENGLTLPEIENQEQDHV
TNSEEKTFDEIFVKITSSANSGGRKQAIKDLRLLTKRNSEFRAVLGQRPDSIAQMILARSTPGLQNDPQVLEDMVTIILN
FSIHDSNKKIIGDDSEAIQFLIWALKSGDMGSRSNSAAAIFTLSALDSNKEKIGKLGAMDPLIDLLEHGSIIAKKDAASA
IFNLCLLHENRSIAARSGIVDVAMRAIDDQSLVEESLAILALLSRNQEMVEIITEFNGTASMLRSIRESECKRSKENAMV
VLFAICTYNRTKLKEVEADESINGSLTFLAQTGTQRARRKASGILEKMKRTMHNRHCSC*                    
>Osat_LOC_Os04g30470                                                            
MSPSMPQPLPLPSPPSSPRSGATTTTTTSVRARPRPPTAPPDAPWLALSGGGAGSSDVAGSSSGSGSNVDETLAAMRDAA
WARFYAVMGKGKGKAGERGSFSFPDLGAPHDVVDAAAVVDHFATVEAERRAGARAQFLDATMEATASARLGRVKRELLVD
RRVLDLAGLERWLRRGEAVAELAWFAELCAGEGGEPVPPLELFESAFRALQAARSDELHRGAGFRKRWVGPAAVPEFFLC
PISNKVMVNPVVISSGKTVEVLALEKWWSENRRLCPVTDEILDNSIFIPNILIMLCTALWRTRNGITDVTTIAEPPKISS
EEEALFREINLLALSPSLSDKTFDAILRLHELISNAQSSLLHLLGQSPGMIAKLACLLPETCLDPDPGLDDIILKIIAKT
ASYNPNKVILGDDQYAIPVLIARALLGPVDTRVKSAQILGLLADNYYNKIKIGELGGFAALMELLLLVGDREVKRTVAMA
IASLCEAQENWSRFVREGVADAAISLLRDDNLVDEARSIFLKATGFELAMTQVLDKLMSFGDDANCLKMVESIWNTFIRT
KLRRRRPNVTHASSSTRASDVFSDTSSDGSVELPMHVELTDKAEDDVRTIVSWLQKRTCYPRTYKYED*           
>Osat_LOC_Os04g34030                                                            
MGEESSPAAAPAVEVLSYFVCPISLEIMRDPVTLSTGITYDRESIERWVFTDGHGECPVTKQRLAPADREPTPNHTLRRL
IQGWCAVHAVERFPTPRPPVDAARVAAIVDAARPLLRRRRQREELMASLRELADIVAESDRNRRCVQGASGAVEFLLSVV
KERASVAGVDDATSAKPEETTCGGVHDPAKASSPEEAALSILHSLKLSEESFKRVLEGSGGEDFLETMACVLRRPSYLSR
MQGIHLLKSALPAMAPARLTSARAALVDGVVGVVADRPSAKAVKVALHVLCRLCPWARNRVKAVDAGAVSALVRLLLDEG
CGGGGGDRRACELAAVAIDHICRLRGGAPGSGGAPGGAQRQVACSADRCPHTAGAESAVRALHAVARHSATSAVLQEMLP
VGVVARLLFLVQVGASGERTRARAREMLKMHARVWRDSPCLASHLNASYPR*                            
>Osat_LOC_Os04g34140                                                            
MGRKESSTTTTTTAAAAAAATRSMRLPPQHQALEVKIPSFFRCPISLDVMRSPVSLCTGVTYDRASIQRWLDSGNTTCPA



TMLPLPSTDLVPNLTLRSLISHWSSSSPATSGDASVTSSPAGLVRQVASPDADPSAALRQLAAYLSDDDVDEFEKNALVG
AGGAAEAVASVLRRKGEREVGVEGCEAAVRVLAAVVAMDGVEDANKRRVAAGLAADAAASAASLARVMRGASGLEARVDA
ARLVEFLLANAADEAREAVAESAELVAELVRLVGPADEKGSLDARAVGAGLSCLATISRSRRAARAEMVRAGTVRAAARA
LRATAADPAASARALRVLESAVGCAEGRAALCEDAEQAVPAVVGRMMKAGRDGAEAAEAVLWAVCHKYRDRRAADAAAAS
EGGLTRLLLLLQSGCSPAARQMALELLKIYKVNAKSCLAGYDSKTTHIMPF*                            
>Osat_LOC_Os04g35680                                                            
MSIPHLFRCPISLDIFTDPVTLCTGQTYDRPCIERWLAAGHRTCPVTMQPLGDATALVPNRTLRHLIERWLSTDQHHNHH
LPEPAAPAAEAEADAEEPSLAALKRCLQQPDAAGAGKAKVGALKKVMTLASESDVGRACMVQLGFLPVLLQLVFHAPAAP
PSERRGGEAAVVEELALQCALGLMPSSAASPQLGCLNVLKSEASLASLVALLERGRGRTRAGLCRLLEAVATAAATRELA
LVVAASPRVWQALLPLLRHDGPAPTPAPPHDAHAASDAAVRAVAAICASEPARGGAIHHGAVGALLGHLSWAASGKCASG
GCAGAVPSALAAVEALAASEAGRMAVARAPGGTRALVRHVFMMNSSNDGSEHAVAALLAVCRESRAARSEAAGAGVVTLL
LLLLQSQCGARAKAKARSLLKLLKSM*                                                     
>Osat_LOC_Os04g41250                                                            
MEKVEVDGNFIGTGNWKLHGALCKQLHKVVLEVLDVIPVLEATRPGNSSGLLALSSLRIAVEKAKNLLQYCSECSKLYLA
FTAENVLAKFEKARYALLESLHQLEETLPEAASSQILDIAKDLEKAVFTLDLIEKQAGVDVNQLVQNEAKSNGFLHDNEL
EFFRQTAFRVGVASSATALTERRALRRLLERAHAEEDIKKESVASYLLHLMRKYSSIFRSETTDFTNTSMCSSPSCSSRS
LSSSIDLHGNGHVIEKSISRVGSFNLRQIKGLSGSMPLPPEELRCPISLQLMHDPVIIASGQTYERACIEKWFSSGNTTC
PKTRNELSQLSMTPNYCIKGLIASWCEQNGVLVPSAPPDSPKLKYLRISSLNSSKCLVTNGVSTVLFEDTCAEDDIKDGG
KVASEECTRQNSGEAPSEICEVDQASPEKHPHENSEKVAEATCELWLRVLSKDDDECVDEQREVIEQIRFLLKDDNELRK
YAGANGITELLIHFVKKAVCRDDVQCQVVGTMALFNLAVSNDRNKKQLLSGGVLPLMEQMIQKPETYEAAVAMYLNISCL
AEAQAIIGQSEAAPLLIKGLQGDGFRMSKTCCLDALLTLYNLSLQSSNIPTLISSGIMQSLHDVLTPSSPTTEKALAVLI
NLALTRAGKKEIMADSDMVGAIVVILENGDPAEKEKAVSCLWIICSGDDGGSQMVLQEGVIPALVSLTANGTGKTKDKAQ
RLLLLFRGKRQREVEQLQPRVQLHEVVSQATAQHEQQQQQQQEESSEPGSDKMSRLRNSKSKLRRFTRALARLLKKWGIR
*                                                                               
>Osat_LOC_Os04g49500                                                            
MAPPPSSLLRDLLAADGFRNRRKPPDSNPPAAPRTTSMPLQHRRPSRPARSQSDVLTRSRLRETNNVGTSDGDGVDAGEE
QRTATRRSSASLMSARSYNNNKDSGGGAMRGGSAAAVPALDESVLTALISLVAGAVKRFVRDEGFRASLRGGCMSCLGGE
SNHRAVLDLRVIVHTVERAASEGLDDPRDLKRASLRLHAMASLDAKEADAVSAAGVPYQRLAACAHLYMSVISKLQEKDH
SSAVHVLEAFCLAPHEARTSLLPALWDRLFRSGLSHLKAWRDRESATAASSDTRVKDVEKMFVEAVDDGTRALACYYRDW
LLGRSQAMSLPVVPAPPSTVLASALRFSTSTSYDIGSDVACSSGSYSPAVKFALDETPSQYDREIEEEEEAEVDEKTADA
ESVFHECDGTEPKSYTHSLQTEENELMPDKLANEASERKSEDERSRQPDESTSYVPISDITAIDLPTLEFCEGPDLQSDT
DGSQISIFATIPSDFLCPLTRQIFNRPVTIETGQTFERHAIVQWFDKGIRMCPITGQELESLSIPDINRVLKRLIDNWKS
EHCKTLNSESTCPEKELTATFVENVLSSECETSEKLEKARRLMAIGGIDFLLHKFHGGGEDEKAQAAELLLLCIRAEGSC
RNYMAIRICNSSVVQLLHSEVISARSSAVRLLVELLCLKRFCLLFVTPNASKYVLYVHALPSHKIFQLSQKGNS*     
>Osat_LOC_Os04g49970                                                            
MAMEPPPLFLCPISMELMEDPVTVATGVTYDRRSIERWFFKYGKTTCPATMQRLASFDFTPNHTLKRVISSWLDRASSSS
SPSTAGSPATTSSSSSSNAMERERLPSVLAGIEETPFKATALKNLKSCMAGDEAAREDFVACGGIQVLGRVMTQALEESS
AGGDFSAFRTCEEAAAVLATLPLSDDASVELLLKPECIRPVSVLVQRGSAEARLHAMSMISKISRASVRDWTAEVDVDDM
VKALLELLSDGASAKLSSRALDVLLDVTARYSRGARRAKAVELGAVRVLAELLLDADRHVAERSLLLLKRMCKCPEGRLA
FAEHGLAVAAVARAVLRVSGLATRLAVNVLWLVACAPAPAERVLEDMVVGGAVAKLLALMQVESSPSTKDKAVKMLRAHG
AFWRQYPCFPTDLKDYLKSLN*                                                          
>Osat_LOC_Os04g58920                                                            
MEEQQQVEVEVEVPSYFVCPISLQIMRDPVTLPTGITYDRDGIERWLLTAGTCPLTKQPVPPDCDPTPNHTLRRLIQSWC
ALHADHGVDLVPTPKPPADRARVADLVSRLRAATSSAALLDALRELRDVAAESERNRKLLAAVPGAVDVLAAVVVASCRD
AKAACDEALEIVCSLELSERCLARLVERNEELVDALVATLQRTNTTSRAHAALLLEAVTAVMPSNRLVSLPEEVFGEAVQ
LLRDRVSSPATRAALHVLVGTTSWGRNRVKAVDAGAVAVLVDMLLDGPVERRGCELALAALDRMCGCAEGRAALVSHGAG
VAVVGRKVLRVSEVASEKAVRVLRSVARHAATAAVVQEMGQTGAVEKLCVVAQSEQCGERTRERARETLRLHARAWRNSP
CLQPHLQALYPSC*                                                                  
>Osat_LOC_Os05g01460                                                            
MDRLLFLVLGDDAFSDYIQLQVPINFLKKRKRRKKCSNRSKTGRKTNQIQEAASMATAADGVAVARQAELRRIEGNSCFN
KARLGAAIDCYTEAIALCPDVAVYWLNRGLCHFKRKEWAKVEEDSRRALALDDTLVKGHYLLGCAMLEKEQCALAIKEFN
KALDLLKSSNLGDKMAEDIWQVLAKAKYQDWEIHSTKRVWKMQSLKEACENALQEHHFLSGTLVGDGSTNEYTDQLKLLS
EVFTKATIDDTPTDVPDYLCCQITFEIFRDPVITPSGITYERSIILEHLCKVGNFDPVTREPLKEHQLVPNLAIKEAVQA
YLKNHSWAYKLN*MDRLLFLVLGDDAFSDYIQLQVPINFLKKRKRRKKCSNRSKTGRKTNQIQEAASMATAADGVAVARQ
AELRRIEGNSCFNKARLGAAIDCYTEAIALCPDVAVYWLNRGLCHFKRKEWAKVEEDSRRALALDDTLVKVTSSQCPLFI
HKSSDCYRSSTLVQGHYLLGCAMLEKEQCALAIKEFNKALDLLKSSNLGDKMAEDIWQVLAKAKYQDWEIHSTKRVWKMQ
SLKYVMHEK*MDRLLFLVLGDDAFSDYIQLQVPINFLKKRKRRKKCSNRSKTGRKTNQIQEAASMATAADGVAVARQAEL
RRIEGNSCFNKARLGAAIDCYTEAIALCPDVAVYWLNRGLCHFKRKEWAKVEEDSRRALALDDTLVKGHYLLGCAMLEKE
QCALAIKEFNKALDLLKSSNLGDKMAEDIWQVLAKAKYQDWEIHSTKRVWKMQSLKYVMHEK*                 
>Osat_LOC_Os05g36360                                                            
MDAAVAGQHARRRIRPPEPLVMAGSPSTPAAFRCPISLEVMRSPVSLPTGATYDRASIQRWLDTGHRTCPATRLPLASTD
LVPNLLLRRLIHLHAATLPPSPSPEVVLSQLAAAGGEPAAAEKAVRSLAAKIAPEKGKRASVASAVAADLDSAVPALLSF



AKGGAGADARVDAVRILATVAPELVPYLTGDGTEKRGRVRMAVEALAAVLSADGVGEDTKEGLIAALVAGDLGHIVNTLI
AAGANGVMVLETILTSPVPDADAKTAIADRSELFPDLVRILKDAASPAAIRCMAAAVQVRGRPARSSMVRAGAIPALALA
VAAAPTAVAESALGLLVEAARCTDGKAAIGADAAEVAAAVMGRMIRVGPAGREFAVAVLWLSCCAGGGDRRMREAVASAP
EAVGKLLVVMQGDCSPSTSRMAGELLRAVRMEQERKGLAAAYDSRTIHVMPY*                           
>Osat_LOC_Os05g39930                                                            
MANARNAAAASPPPPSSSSSYSSSASDGEILRSLHRLARDLAAAEAPAPFLETVFAAVSRRAKLLAAVFDDLLRCGRLPR
SASLCLREVLLVLQRFKAVVADCSARSRMRLLLQADEVAARVRELQHDLATLLDLLPVPELGLADDVVDLLALASRQCRR
SSPSADAAEHELKTGVLALIQEVEREIVPERERLEGILEEVGINDPACCSDEIETLEREIGDRVAERWTSAMIALVGLLR
YAKCVLFTAATPRPMDTKVDVDDDDDDDDAEPPSPPPDFRCPISLDLMRDPVVSASGQTYDRESITRWFGSGKSTCPKTG
QVLANLELVPNKALKNLISRWCRENGVAMESSEPSKPEPAPVVTANKAALEAARMTASFLVKKLSVSFSPAAANRVVHEI
RQLARSGNDTRAFIGEAGAVPLLVPLLHSDDTATQLNAVTALLNLSILDANKKRIMHAEGAVEAICHAMGSGATWRAKEN
AAATVLSLASVHSYRRRLGRNPRVVERVVHLVRTGPSSTKKDAIAALLCLSGERENVGKLVEAGAAEAALSAISEEETAV
AVLASLAKRGGAEAIVNIDGAVVRLVAELRRGTEWSRECAAAALVLLCRRVGAAVVAQVMSVSGVEWAIWELMATGTERA
RRKAASLGRACRRWAAAEQTAEYPATSDVTTTAITAS*                                          
>Osat_LOC_Os06g01304                                                            
MPKRVADEIAALPEPRGPLRRPCADLSRRVRLLAPLLDHLPASSSSSSSTPLADALGAARDLLRKTRDGSKIDQAMRGDA
FLDEFAGVNRQIHLALDALPYNTFHMPQEVQEQVALVHSQFQRASTRTDPPDTQLSMDLAWALTDNPSDPALLTRISHKL
QLHTMADMKNESIALHNMVISTAGEPDGCVDQMSSLLKKLKDCVVTEDHANDALTTRSASIKHRSPIIPDEFRCPISLEL
MQDPVIVSSGQTYERSCIQKWLDSGHKTCPKTQQPLSHTSLTPNFVLKSLISQWCEANGIELPKNKQNSRDKKAAKSSDY
DHAGLVSLMNRLRSGNQDEQRAAAGEIRLLAKRNVNNRICIAEAGAIPLLVNLLSSSDPRTQEHAVTALLNLSIHENNKA
SIVDSHAIPKIVEVLKTGSMETRENAAATLFSLSVVDENKVTIGAAGAIPPLINLLCDGSPRGKKDAATAIFNLCIYQGN
KVRAVKAGIVIHLMNFLVDPTGGMIDEALSLLSILAGNPEGKIVIARSEPIPPLVEVIKTGSPRNRENAAAILWLLCSAD
TEQTLAAKAAGVEDALKELSETGTDRAKRKASSILELMHQANEDSLKGNGH*MPKRVADEIAALPEPRGPLRRPCADLSR
RVRLLAPLLDHLPASSSSSSSTPLADALGAARDLLRKTRDGSKIDQAMRGDAFLDEFAGVNRQIHLALDALPYNTFHMPQ
EVQEQVALVHSQFQRASTRTDPPDTQLSMDLAWALTDNPSDPALLTRISHKLQLHTMADMKNESIALHNMVISTAGEPDG
CVDQMSSLLKKLKDCVVTEDHANDALTTRSASIKHRSPIIPDEFRCPISLELMQDPVIVSSGQTYERSCIQKWLDSGHKT
CPKTQQPLSHTSLTPNFVLKSLISQWCEANGIELPKNKQNSRDKKAAKSSDYDHAGLVSLMNRLRSGNQDEQRAAAGEIR
LLAKRNVNNRICIAEAGAIPLLVNLLSSSDPRTQEHAVTALLNLSIHENNKASIVDSHAIPKIVEVLKTGSMETRENAAA
TLFSLSVVDENKVTIGAAGAIPPLINLLCDGSPRGKKDAATAIFNLCIYQGNKVRAVKAGIVIHLMNFLVDPTGGMIDEA
LSLLSILAGNPEGKIVIARSEPIPPLVEVIKTGSPRNRENAAAILWLLCSADTEQTLAAKAAGVEDALKELSETGTDRAK
RKASSILELMHQANEA*MQAMRGDAFLDEFAGVNRQIHLALDALPYNTFHMPQEVQEQVALVHSQFQRASTRTDPPDTQL
SMDLAWALTDNPSDPALLTRISHKLQLHTMADMKNESIALHNMVISTAGEPDGCVDQMSSLLKKLKDCVVTEDHANDALT
TRSASIKHRSPIIPDEFRCPISLELMQDPVIVSSGQTYERSCIQKWLDSGHKTCPKTQQPLSHTSLTPNFVLKSLISQWC
EANGIELPKNKQNSRDKKAAKSSDYDHAGLVSLMNRLRSGNQDEQRAAAGEIRLLAKRNVNNRICIAEAGAIPLLVNLLS
SSDPRTQEHAVTALLNLSIHENNKASIVDSHAIPKIVEVLKTGSMETRENAAATLFSLSVVDENKVTIGAAGAIPPLINL
LCDGSPRGKKDAATAIFNLCIYQGNKVRAVKAGIVIHLMNFLVDPTGGMIDEALSLLSILAGNPEGKIVIARSEPIPPLV
EVIKTGSPRNRENAAAILWLLCSADTEQTLAAKAAGVEDALKELSETGTDRAKRKASSILELMHQANEA*          
>Osat_LOC_Os06g04880                                                            
MEIEEAGGAGEDELEMEAPSVSTVAIAVNGSRNSKHALKWALDKFVPEGKVLFQILHVRPTIKMVPTPMGNFIPITQVRE
DVATAYKKEVEWQANNMLLPYKKMCAQRKVEAEAVLLESDDVPTAISEEISKFSVCKLVLGSSSSIFRRKNKGSKTATKI
CECIPSFCTAYVVSKGKLSSVHSATSDAIGTPESISSSTVSSPSSRSFSSSVPSEWGDTYGSANVSFHQPSLSSQRDQAI
ANMNKLSNRRASPSGSGGSEISNHDDTVLTSSHSINSETRFSSSSSGNSIYKSFNRDRSFDNSDQASVSDMATNLKHSHD
QEYLKLEIERLRVKLRHLQKLNELAQKESLDANQKLHKLGIQDIEDEIKLKETELTEEKVRRLIRKKEREEQEVARREDQ
LRNENAESEATKQSNGNQEGDENKTGERIFVRCFDEYNRYTWEEIKASTLSLSEDLMIGRGSYGTVYKAKFHHTVAAVKV
LNSPEGCGTQQLQQELEVLGKIRHPHLLLMLGACPEHGCLVYEFMENGSLDDMLQRRNNTPPLTWFDRFRIAWEVATALM
FLHSSKPEPIIHRDLKPANILLDRNLVSKIGDVGLSTLLPSMDQYLSTMIKNTAPVGTFCYIDPEYQRSGVVSMKSDVYA
LGIVILQLLTAKSPMGIAHVVETALEDGHFVDILDAAAGQWPLNEAQELAFLALKCAEMRRRDRPDLSDHVLPALERLKD
VATKAREMAFNGHQTAPPSHFICPILQEVMADPYVASDGYTYDRKAIELWLSMNDKSPMTNLRLPHKSLIPNHSLRSAII
DWRTKS*                                                                         
>Osat_LOC_Os06g06450                                                            
MAPAHSHRRGATEANEQMRRKKEKALREKEAGDDDFDEGRYKRAVEHYARAAALDPGDISFPIKCAKSYFHMDQYEECVR
RCDEAVERGRELRAKKSLVALALLLKGTALLNLADCASDCKAAIRALKQSLDEHYHKGTEAILDEAESAMEEMEELEKEA
AKHHREKGKELLSKKKYKEAAIQFTKAIKRNPLNPRNFSDRAKCRIELNALAEGLEDADKCIEVDPTFWKGYFCKGEVQF
LMHNYEDAMTTYLDGLKYGPQKTTIYDGIKRCLEQIKMAKDRDVRDKDLWEAFKKSSSSQVEKLTMQRDVVTVELKSAKE
RNANLELQLSEQIGRIERLLSIQNSEPPHFICPISQEVMNDPHFAADGHTYEAEHIRKWLNDGHDTSPMTNERLQHKKLT
PNHALRSAIREWHQHRNMRHTSPRRQQLFL*                                                 
>Osat_LOC_Os06g06470                                                            
MAPVVSRGGGGGGRAMGAKERKEAAQREKEAGDEAYGEELYKRAAAHYAAAADLDPGDTSCLIKRAAANFSMNKCKECVA
DCDEALGRRRRRDARCGCDEKLAADALFLKALALLNLAVCAADHEPAITALEGSLELRPGSKETRAKLDMAKRNRDAFAE
QERLDQEAAKTHRDRGLELLRKKKYKEAEMQFSEAIKRNPRYPKNFSDRARCLVELNSLPKALEDANRCIELDDTLGMGY
LRKGLVQIAMAKYEDAIATLVDGLKHDPQNLSIHNSLRECAARIKMAKDSDAIAKDLTKHQREIECLHKQLNEGENKASK
ERSRRMKSEKLVKTLSSQVEQLRSANERNANLERELSECRERFERLQLIQNRILQHFTCPISHEVMNDPLMAADGHTYEA



KFIRDWFRRGHNTSPITNVELEHKKLVPNRALRSAIEECRK*                                      
>Osat_LOC_Os06g06490                                                            
MSPVRFNPWRAAEAEVQGVKRKGDSCYNKGSYGKAIKHYTRGAELDPSDISFLIKRAKALSGLGQYQECVRDCNDALRRG
EELGSGSSGNKLISEALLWKASALEHLADCAADYEQVILLLRRSLETCHSEEAQIRLKGALFMREQYEELKSQKLECGAY
PTYTQHLYPARLEERINMDKTRLNTLLKHATKELQKNEDKLSEERSRRKEYEDMVMAIQASIEQLTMNHDAELKSVREDK
ANLECQLLQCTEKLERLQSILNREPPFTCPIFLHVMEDPYITADGHTYDGEAIRAWLDAGHDTSPVTNLPLEHMELIPNR
ALRSAIVWWHEQQNAAREHRDMA*MSPVRFNPWRAAEAEVQGVKRKGDSCYNKGSYGKAIKHYTRGAELDPSDISFLIKR
AKALSGLGQYQECVRDCNDALRRGEELGSGSSGNKLISEALLWKASALEHLADCAADYEQVILLLRRSLETCHSEEAQIR
LKGALFMREQYEELKSQKLECGAYPTYTQHLYPARLEERINMDKTRLNTLLKHATKELQKNEDKLSEERSRRKEYEDMVM
AIQASIEQLTMNHDAELKSVREDKANLECQLLQCTEKLERLQSILNREPPFTCPIFLGIFTHSCHPNNHKK*MSPVRFNP
WRAAEAEVQGVKRKGDSCYNKGSYGKAIKHYTRGAELDPSDISFLIKRAKALSGLGQYQECVRDCNDALRRGEELGSGSS
GNKLISEALLWKASALEHLADCAADYEQVILLLRRSLETCHSEEAQIRLKGALFMREQYEELKSMDFHFLCFISIRSQLI
TVHIDRFSLYFQDIFLPDIWSLNDLLPPTHKKKTSTECNIS*                                      
>Osat_LOC_Os06g06760                                                            
MEAEDDERAEAEAEARREKEAGNAAYRKLYLETAVRHYTRGALLDPRDISFLTNRAAAYLLMSKYKECVRDCDEAVEKGR
ELRADNKLVARALARKASALLKLAACAADYDPAIRALQQSLAEHYSEETLAKLGEAEEARKEIEERERLDQEAADHHRDR
GNDFFKQKRYQEAAMHYTEAMKKNPKDPRVFSNRAQCHIYLGALPEGLEDADKCIALDPTFLKGYLRKAKVQLLMGNYEI
ALATYVEGLKCDPNNLEVLDGLRRCAACIKRANGGDSRAEDLREILGDLHLNDDLCNKLQKSMDEAAVLKKEASDERLKR
IESERLARTLEDLYLSQVQQRKETEESLSRVQQEFEQLKIQQDEVTVELQRVNEQNENLLGQLSDSREHFEWLLSEHDQL
LRERDNAVREVEELRQKRGQMLSVLVTAMHCEFSSSEVESATENFSNSLKIGEGGFGCVYKGILRNMTVAIKVLRPDSLQ
GQSQFEQEVSILSRVRHPHLVTLLGACSESSTLVYEFLPNGSLEDFLMCSDKRQTLTWQARIRIIAEICSALIFLHKNKP
HPVVHGDLKPANILLGVNLVSKLSDFGISRLLIQSSTNNTTLYRTMHPVGTPLYMDPEFLSTGELTPQSDVYSFGIVVLR
LLTGKPPVGIKNIVEDAMEKGDLNSVIDTSVGEWPHLHIEQLAYLALRCTELSRRCRPDLSGEVWAIVEAIRDAALSSPS
SSRSAQDQNSPPSYFICPISQDIMDDPHIAADGFTYEAEAIRSWLCNGHDTSPMTNLLLEHEELIPNRALRSAIQEWLQQ
HSMSL*                                                                          
>Osat_LOC_Os06g13080                                                            
MATAWPRWRPSSPPMPSSSSSSPSSSFTADPPAEFLCPISGTLMADPVVVPPGQTFERACIQACAALAFSPPAVAADLSS
LPPSASSPLVLVPNVALRTAILNWCDRLSLPYPAPLSPDTARDVVRRLMPSPPPPPPRSQAPPPPPPASSVRTRSYYSDD
LVQQQQEARREGGSTEERIMAMLGAGPAEQEAAMALLRKMARENREMRRELCTPRLLAALRPMLLSGDAGVQVNAAAALV
NLSLEAENKVRIVRSGAVSPLVEVLRSGHPEARDHAAGAVYSLAVEDENRAAIGVLGAIPPLLELFACAGAAHLARREAG
MALYHVSLSGMNRSKIARTPGVVRTLLAAAEAARDDRANEADAAALRRIAVMILANLAGCPDGRTALMDGGAVAAVVRLM
SSGSAAPGSAEEEYCISSLYGMSRGSLRFRGLARAAGVEAALTPVAEGAGGVGRDMARRTLRAMRGEDDEAAVTATGLLG
RQWDDGSVVSEGLVSIRRPPPRRSSYGAGASGSNTTQF*                                         
>Osat_LOC_Os06g13090                                                            
MAGAAAAAAATPPEFVCPISGELMADPVIVPSGETFERGCVEACVALGFTPAALPLSVDLAASPPPALIPNANLRKAISS
YCDRVGLPRPLAVSPEEARGIVRHLMAMREPGRAGGVNGERFESSSSSSPEFAALGLTLEEAVLVRLLDDEPSRQEGALE
ALKQTLRGGENGVRRALCTPRLLDGLRRLMGSGHEGVRVSAAACVVNLSLEPANRVQLVRAELVPVLVGLLAAASPELRD
HAAGAVYSLSIEERNRIPIGVLGAVPPLLRLLASAADGDRARRDAGMALYYLSLDEMNRSRLARSAGAVAALVGAAGDAA
LRRPALMVMANLAGCGEGREALIDGGAVAAVAGLMRRATVAPGSTEEEYCLSALHGMSRGNVRFGGLARAAGAGEVLRRV
AEGPGGGVRRDVAWRTLRAVGGVAAAATGESLYGGEDAAAAAPWMDDVSVMSEAMAMPQFPRRLVEHAHAHGAPPRSNTT
ALDRLRQAPNG*                                                                    
>Osat_LOC_Os06g13870                                                            
MVLPMSRATRVAGRLMPEISLLRRGRKSAARGGDDAEVEVSVPANFVCPISLEMMRDPVTAPTGITYDRESVEGWLARGH
DTCPVTGRPVRLADLVPNHATRRMIQDWCVANRARGVERVPTPRVPVGEDDAEEVVAGVSAAARRGDAAACGAAAATARA
LGRESERNRRCLAGAGAAHALSSAFGLLAGEEPVVEGAVAGALGEILAALTVFFPLDEECRSCIASPPSLKSLASLLSHG
GELAARVSAAVVLRELASSGDRHALEAIARAHGMCDALVGLVTSPVSSQATKAALVTAYYLVSSGDRAAARFAELGVVPA
AVELLVDADKGTSEKALAVLDAALCADAGVESARAHALTVPVLVKKMFRVSDMATDFAVSALWRLCRAGAGAAPCRAEAL
RVGAFQKLLLLLQVGCAGVTKERASELLKMLNGSRGSVECIETVDFKGLKRPF*                          
>Osat_LOC_Os06g16410                                                            
MELQRVQNSTVNVMHVMEYLAANVDLAKDLVMRCSAVARELKNDDLLGMTEDLDSVIKNIGHELSRIPASTFGSSRFPDG
RADANLQIAGHRPRYCDQNSCDGYSEADMSIIPANSRPRRRTLHNSDMPRLVDFLQGMYHESHDIGAHSFNSLPEVAEYV
EPLYDSFFCPLTNKVMVDPVTTESGVTYDRKAIEEYFEKFADGSEPVVCPVTKMSMQSKALRSNVPLKSTIAEWIMRNEA
TRVRIARTALSMASTEAMLLEAIQELKLLAKIRRKNREQMHKIGITKFLPRLLEHKDGLIRCDSLDLLCLLAEDETGKEV
IANTRAITRTIKLLSSNSPDERHAAISFLLELSKSELLLENIGSTSGSILMLTTMKFNDSDDPVAAEKAGEVLKNLENCP
KNIKYMAESGYLDPLQRHLVEGSEDVQMEMVSYLGELVQKQEMTINIAGSASEILIKMVHSGNTVIRKAALDVLVQISSD
GPNSKTLVDAGAVPVMVEELFIRKIDDEPMGSKTEAAAVLANIVESGLDPDTIVVNKEGHVITSKYSVYNFTHMLKCSMP
DDLNLSIIRVLLALTALPKPLMTVVSVMKEQDSSLTVIEFMGSKTEALGISATRLLIALSPQMGHTIAEKLCKAPGQPGR
LVKSIGQPGRVTERHAVAATLLARLPYQNITLNLALLEQGAVPTLLAKIEEMQRGEMRVSRHAKTYMEGLVGALVRMTMT
LYDPDVLLAAMDHNFTAVLTDLLVRSAGSDEVQRLAAVGLENLSHQSVNLSQPPSEEQRRPKKKNILRRLRDAHTGRVHD
NNRKPPPPPAQGRLCPVHRGVCSPATTFCLAEAGAVEALVGVLESNENGRVVDAVLGALCTLMDDAVDVERGVAVLAEHD
AARHVLRALRQHRDVGGDTAGAVSRRCFWAVERFLAHGGERCVRDVTADRALPSALVSAFHKGDAATKQVAESVLRSLHR
MPDYSATYVSVEL*                                                                  



>Osat_LOC_Os06g28590                                                            
MENNNDGVIGISWRNSNPKVHSSMCSELTMMLDKVSSILPSIETAQPGCKAGIEELCNLYNIVDKGKLIIQNCIECSSLY
LAITGEATAMRCERIRDALRRSLFLVQNMVPSSLANQVADVHDDLGDVKFIVDPEEDEAGKAILEMLRQSDATQEHELQT
FLFAASKLNLTSPKAILIERRAIKKLLDKINGNDPKKEGILKFFQYLVRKYGKTMKPEGSAKNEGVDVANVTSSTNLIAS
GTDAPQKCFSPTNSWTGRCEEQNNLSRFSTPPEFCCPLSMKLMYDPVIIASGQTYERENIEKWFSEGYDICPRTQLKLEN
FTITPNTCMKAVICNWCKDNELEFTSLPEQFHSYSVSSLHNISAPLVAGTKRDYMSDHSSSSVALSGSSYVSSPMRETEE
SRTNSTQFFSNAYYQLYLSFSSFNKEMFLNFFYELSELPMELQVKAVRDFKSVLNREYQIWRSMISNGFLEAFLEFLKND
NGKCTMEAQRTGIQFFLAFLRNSRTRIPSISEDAVRLVASFLDSELKTEALEILHELLQQPSCRKSRLMASVVAPSVFLA
WDSADSLCLELVLKIICELSFKNDVQSFLISSGIISKLSPILSQGKSPECCLKILLNLSEGKQAADLIIRTDQCLSSISD
YLDTGSSVEREHASGILLALCSRSIDDCVLVMKEGVIPALVDLSVNGTEVAKASSIKLLQLLRDSRQSDQFGNSCSSEVA
VNGAAENSPIGTICKQPISKSARYISRKLSIFSKPRSLTLV*                                      
>Osat_LOC_Os06g37620                                                            
MASSSSSSSSSLASSSGGGDAASASASASAAAAAGAIVVAVAVRGDGRASRRAARWAAANLAAHGAGAGRVALVHVIPPV
SFVPSPSGERVPVEKMDAETVEMYAEDRRARAQEEVFLPLRRLFARTTVETVILEEPSVTAALVRYAADSGVRNLVVGST
SLNWFKRILRLRDVPSTVLKAMPCSCNVFVVSRHRLTIKFANQARTSKSSACVRTQSISHKSFSRIQKNWLLDKQSLHDH
PEDGTPKSSGDTSYAGSHTCSSRSTSTNAGKSSGSHGRSLFGSLGRKTPGRDVNTDPDAIGRLKEIPYVALSSIDEDLQS
QPVDEVAKLRKELQDTLVMYDKACEDLVHAKKKIKVLSSECTEEAKKVQDALHREELLKQKVADEKTRHLEAVTEVEMAK
TLFAQEAFSKHKAEIVADMVIAEKTKVMDALLSTGKSCRRYSKREIQLATDNFSDAKKIGEGGYGNVYRCTLDHTEVAVK
VIQQDSSDKIDEFLREVEILSQLHHPNLVLLLGFCPEIGCLVYEYMENGSLEDQLINNKGQQSLHWFLRIQIIFEVACGL
AFLHATKPEPIVHRDLKPGNILLDKNYVSKIGDVGLAKLISDIVPEGLTEYRDTAVAGTLYYMDPEYQLTGTIRPKSDVY
ALGIIILQLLTGKRPHGLILSAEEAIKKDSISDVLDSSQIDWPIAEAEILAKLAVRCTALKCRDRPSLESEVLPEIESIL
SRITASPTLRSPNAAVPSHFICPILQEVMDDPYVAADGHTYEHRAIKAWLKKHKTSPVTKQRLQYLSIIPNHSLRVAIQQ
WKSQSS*                                                                         
>Osat_LOC_Os06g51130                                                            
MGAAVAEAEPSGRQLSDGDLLEELLSTANAARAFHEFRQSQRKECFNLLRWLQLLLPLVQELRESAPALSDDAYRRLALL
GRAFQAARRLLRCCHDGSKIYLTLESEAVMGRFRGVYEKMNMALEGMPYAELGVSDEVKEQVELISAQLKKRSKKRTETQ
DMELAMDLMMILQSKEQDANNADRPILDRLAKRLQLQSLADLRAETMAIKKLINDHQSDSTNQIVDLLHRLKAIAGVDEK
NILGDVFIPKYLEKCPSLMIPNDFLCPISLEIMTDPTYERRSIQKWLDAGQRTCPKTQQPLGHLSLAPNYALKNLIMQWC
DKNKVEIHSGDPPPEPPEDPKVVIPTLVKDLSSPNLDVQRKAVKKIRTLSKENPENRLLVTDNAGIPALIGLLPYPDKKM
QENTVTSLLNLSIDEANKLLIARGGAIPLIIDVLRNGSVEGQENSAAALFSLSMVDENKVAIGTLGGIPPLVDLLQNGTV
RGKKDASTAIFNLMLNNGNKLRAIEAGILPTLLKLLDDKKAAMVDEALSIFLLLASNPTCRGEVGTEHFVEKLVQIIKEG
TPKNKECAVSVLLELGSSNNALMAHALGFDLHDHLADIAKNGTSRAQRKANSLIQLARKCS*                  
>Osat_LOC_Os08g01900                                                            
MENFSPRTLLNSILRITVLTSDGSTARPKPIQKYCQNVCDISSIVSPLIEDLCESPEEQLNEVLRELGTAINRASGLIGN
WQQTTSKIYFIWQIESVISDIQGCSLQLCQLVNSLLPSLTGRACTCIEKLQDINYENMFDLVKESSLELVETDTTSPENL
SRLSSSLSLSTNLEFYMEAVSLENLRARAMRSENREEMDLADKMIPLVNYMHDHLLRETQLLSINGVPIPADFCCPLSLE
LMSDPVIVASGQTYERVYIKLWLDEGFTICPKTRQRLGHSNLIPNYTVKALIANWCESHNIRLPDPMKSLKLNFPLAASA
LQDSSTTGSSPLHPTVAAKGNIPGSPEADLYMRSLNRASPPHSVVHQNSHAHVNRAGHEASIKQSSENANGSASDVSRLS
LAGSETRESSLEERNAGSIGQTSEQSIEEAFQASNLDRDSHDHVGSSSVNGSLPNSGQLDAECDNGPSERTNYSSDASGE
VTDGPSASSAPQREHLIPSRLADVRSRGQFVRRPSERGFPRIISSSSMDTRSDLSAIENQVRKLVDDLRSDSVDVQRSAT
SDIRLLAKHNMENRIIIANCGAINLLVGLLHSPDSKTQEHAVTALLNLSINDNNKIAIANADAVDPLIHVLETGNPEAKE
NSAATLFSLSVIEENKVRIGRSGAIKPLVDLLGNGTPRGKKDAATALFNLSILHENKARIVQADAVKYLVELMDPAAGMV
DKAVAVLANLATIPEGRTAIGQARGIPALVEVVELGSARGKENAAAALLQLCTNSSRFCSIVLQEGAVPPLVALSQSGTP
RAREKAQALLSYFRSQRHGNSARR*                                                       
>Osat_LOC_Os08g04470                                                            
MEVSPEQGSTWPDDFRCPISLEVMTDPVILPSGHTFERRSIQRWLDGGHLTCPVTNLPLPPSPPLIPNHALRRLIAAVSP
VAAAAVPTAAAGGGGGERREPAAAAISSVYGLLRLARSGPEGRRQVMESGDVGVLLRHAAGGDEVAARALLHLSLDGDDA
RVGLVADGAVDALSAAVSSGGAAAAVAATALTSLATVDVNKCTIGAHPSAVPALVGLLRRGGGARERREAATALYELCKL
PENRRRAVRAGAAPALVDLAAAGSARAAEVLGLFAKSREGRHELSRIPRVVAVLVGVAGSGNARAIEQALVVLNLICGES
NQLAREAIKLGAFHLCEALVNDDNCKIAKNAVELARTLEKL*                                      
>Osat_LOC_Os08g13780                                                            
MSPASGPAQANVHGQHEPHLAQEDSISSAAPTSIAAPPEAAADVSPPPSSVGSRLPQQPGDGGGRGADGWSPAAAAVGQK
GKKKEKAERDEERKSDFLRRRSVRVAYHGHAKEEVMSKKLPWDDPRLRKEQVTPVSTINKSHRTSALGCINKEEIDGLLV
VERPRFGPPYVACNEFTLMWSLKNDRKVWDDIRLVRKLRPLQNSEKISSRTHYKMILVAAHKHGRKPNLICSSLFTEDRK
AKGKLEGFEIPQNLVCPLCGNVMVDPVMIATGKTMDRHCVRAWFDKHGHICPVTCQPVSSTVLRNERIRGYVEEWHEAEL
EVEEDARVSFTRP*                                                                  
>Osat_LOC_Os08g32060                                                            
MTPPPPPPRRRMLAMPAVCPCEDISPGTLLASLATLSADVADGCDVDRLPALRGGVGVAVRVAGLLREFLEEVRWAAAAE
LPGGSVLGMSELHVALQKMRFLLEDCGRKGARMWVLMNAEAVASELRVVLGSVATAMDVLPAGVVAASDDAREFAALVSQ
QAWRAAVRPDEEDSRAARSVRSMLARFRSGATPDAEDARLVLGRVGVASWWDCSQEVSFLEAEMLERLEAGGENDNDLVL
ISGLLTFLLYCRVVLFDRIDYGKADEPAPAPAPRAASYLARINPEGLQCPITLELMTDPVTLATGQTYDRASIKRWVKSG
CRTCPVTGEKLRSADVVPNVAVRGIVEQLLLSSGVSLHEPSSKHRCAVDKTASPFGAAAAGGARLAVAFLVSKLCRGTPE



EQKKATYECRKLSKRNVFHRACLVDAGAVPWLLHLLSSPDASVQDNAVAGLLNLSKHPAGRRALVEAGGLGLIVDAVSVA
AKVEAQQNAAAILFYLSSDAGYCDEISRIPEAIPTLVRLVREGAYRGRKNALVSLYGVLQRGAGGHGRAVSAGAVAALAS
LLPGDRDDLANDAVALLARLAEQPAGAAAVLSSSALVTRLVDFLGASASRSAKDHCAALLASLCRHGGDAVVALLGKTPG
LMPSLYALIADGGAQGSKKARWLVNEIHRHYEQRQPPVAAPPAGDRVIRV*                             
>Osat_LOC_Os08g32610                                                            
MGAPRARRWKLLLPPFHSAKRKPPLPPPPPAPVAVAPAPGKEEEEEVMPEEFLCPISGAPMADPVILPPGRTYERACVDA
CAGLSLCPPGASAATAAAIPNDALRAAIRTWCARHGRAPPAPPSAAEAREAALLRAVPAAAARTTTVAAMVPARSSSNLS
CSSRASAASTSSSGSSSEMATVEVPRAKEVAELRVAEAEEEMEKEKEVAVLRVAEAEEEKEVAVLRVAEAKEEEEEVVMV
VAKVVEKGDEDQVEAAMAVLLRETRESEERRRALCVPRLLAALRRVLHSKRHTPKAHADAAAALANLTNEPENRIPIVRA
GAVTALVEVLSLGTASPEACEHAAGALFGLALDEENRAAIGVLGAVQPLLDLFTSRDHAPRARRDAGMALYHLSLSAVNQ
SKLARAPAAAKNLLSIASDSTTAEPMPIRRLALMVICNLAKCAEGRAALMDTGAVATVSAILSDDTHRSELEELCVVALF
GMSRGNPRFRGLARAAGADRPLILISERAPAGAHKEMARKALRVVLGLGDDSERDLPDFMNSARNVNGIAGSSVPVHRRR
AASWAAAPPAQTPPNAHQWRSVCID*                                                      
>Osat_LOC_Os08g37570                                                            
MPPPTMMLPPSPGDSDPSGSRDMDDEDLVEDLLVTVNSARAFVEFRRTQRKECANLLRWLELVLPLLEELRDSAPPLTED
AYHRLALLGRAFSAARRLLRSCHDGSKIYLALESEAVQGRFRAVYEKMNSALDGMPYSELAISDEVKEQVELMNAQLTRC
KKRADTQDIELSMDLMVILDNKEGERNADRAILERLAKKLELQTLADLRAETMAIKKLISERNGQSGDSTKQIIELLNKF
KEVAGVDEKNVLGEVSVTKSLDKCPSLMIPNDFLCPITLAIMRDPVIVATGQTYERRSIQKWLDSGERTCPKTRQRLSHM
SLAPNYALKNLILEWCDKNKVELQKREPEPVAEQDDEHQRGAEDIPSLVEGMSSIHLDVQRKAVKRIRMLSKECPENRTL
IADSGGIPALIGLLACPDKKVQENTVTSLLNLSIDESNKRHITKGGALPLIIEILRNGSAEAQENSAATLFSLSMIDENK
LTIGRLGGIAPLVELLQNGSIRGKKDAATAIFNLVLNQQNKVRATQAGIVPALLKIIDDKALNMVDEALSIFLLLSSNAA
CCGEIGTTPFIEKLVRLIKDGTPKNKECALSVLLELGSKNKPLLVHALRFGLHEDLSKIAKNGTSRAQRKATSLIQLARK
CY*                                                                             
>Osat_LOC_Os09g21120                                                            
MSSPPPPPPSKPKRRRLLSLPAVYPCEDIAPAPLLASLLSLAADVASRRAADVDAFPVLRCGVRKAVRLAGILLAFLEEV
QDAAAAAALPSSAVLGLTELHVAMQKLRFLLADCARRGARLWVLVNAGMVASELRLVLGSVAAAMDALPRSVAEASVEAG
ELARVVSEQAWRAAVRPDGADERAARSVRSILDQFKDGVAPDADDVRRVLRRVRVGSWSDCSEEIAFLESEICARLDAGD
ENSNDVLVMNSLMTFLVYCRVVLFDHIDASKSQPAAAAAPAPARCPEWIRPEALQCPITLDLMTDPVTVSTGQTYDRASI
TRWMKAGCRTCPVTGERLSTADLVPNTVLRGIIERMLLINGVTLPELSAAGGGGHRHGAVANTAVPFGPAAAGAARLAVA
HIVAQLSRGSTEERRKATSEARKLSKHSVFYRACLVDANAVPWLLCLLSSTDAAVQDNAVASLLNLSKHPAGRTAIVEVG
GVGLVVDVINVGAKAEAQHNAAAVLFYLSSNSPDSAEEIGRIPEAIPTLVQLIRDGAYRGRKNAMVSLYGLLQSAANHGR
AIAAGAVSALAALLLSADRDDLAGDSVALLARIAEQPSGAAAVLSQPGLVARLAEALAASSASSSRSARDHSVSLLASLC
RHGGAKVVAVLGRMPGLMASLYSLVADGGSPQTSKKARALLNEIHRHYEVAPPPPASSASSDAGGDRVVRVL*       
>Osat_LOC_Os09g21740                                                            
MGAGRPRRWKLPFHRSAPSSPSSPPDPEPHSPARSAVVVVAEEEAPPAEFVCSILGALMADPVILPSGQTYERACLQACA
ELAFLPPGMGSASDAVIPNAALKAAIGTWCARSGRVVPAPPSADAAREAVLRAMPADAAKSVRTRRAALASSSNSSYSSP
ASAASTSSYTSSSEIIPAEDEVGVKPVKEGTNKDAVREQVEMAVDPLEDVVVAKVMDAEEEEEVVLAVAGLREATRESAE
RRRALCTPRMLGALRRVLLIPRHASARVDATAALVNLTLEPANKVRIVRAGAVPPLVEVLRSSTSPPEAREHAAGALFGL
ALNEDNRAAIGVLGAVPPLLDLLTSPAHAAPARRDAGMALYHLSLAAVNQSKIARFPGAPKALLAVASSAAERMPIRRLA
LMVVCNVAACTEGRAALMDAGAVAAVTAILSHDTRSAELDEWCVAAMYAMSRGSLRFRGLARAAGADAALRRVAEECAPG
IVRRDMARKTLRAMRNEADDAADLTGSSLECGDGDDCAGSIVSDGLMSFRRRQRELGSSSCGNTAEF*            
>Osat_LOC_Os09g39620                                                            
MAVASARSSLPSSSSSPLPPLSPQPVVPAGVERMLVRAGGGTRSLREIDEEEDDDDDDGGKTYVSVGKDLKDGKANIQWA
ARKLQPQQGDVNKLLVLLHVHQPADRIMSGLCKVPAKQLEEKELRAYRKIEKDDMNKLLEQYLSYCRAFPKVQAEKLVIE
KNSVANGIVELIDQHHITKLVMGTSSFSVKRQVPKSKVAAIVHQQAKPYCQILYICKEALACTREASQFADKGDSPRSSS
GSSLSDKSEFPPRSVSLPSWYSGFLGSPDQQSLPRRSNSISHPFPFSRQLENGVENISPIRPNSVDVAPKGCSPNSSHQS
KGSSPTLTDLDTVDGLSVPVSSSSSEEHQHFMVEANMQNEMFEQWQQVRNELERSRKEASEGRQKAEKELFEASKMFRAR
ENSLCKEKIAVEERLTREKVSLEKEHLQIYNELQKANEQIMELERKLMHANSLMEELQTVQGELQRQKDNAVKEAEKMSQ
INCNNVSCSTSAVALTEFTYTEIKEATNDFDESKMIGHGGCGSVYKGFLRHTTVAIKKFNREGITGEKEFDDEVEILGRM
RHPNLVTLIGVCREAKALVYEFLPNGSLEDRLQCKHQTDPLPWRMRIKIAADICTALIFLHSNKPKGIAHGDLKPDNILL
GDNFVGKLGDFGISRSLNLTNTTITPYHQTNQIKGTLGYMDPGYIASGELTAQYDVYSFGVVLLRLLTGKSPLGLPSEVE
AALNNEMLQQVVDASAGEWPPEYSKKLAILALRCCRYDRKERPDLAKEAWGVLQAMVNYPDNKCKIPSFFICPMTQEIMK
DPHIAADGFTYEGEAIKDWLQRGHKTSPMTYLSFTHYELIPNNALRFAIQEWQMKQQL*                     
>Osat_LOC_Os09g39640                                                            
MATAGSPSPYPGDSPEPSFSGEKVYVAVGEESSRGTLLWALHKFPQGTAFVLLHVYSPPNFLPILGAKIPAGQLREQELI
AHKKMNLQRISDNLDQYQLICAQQKVQAEKLVVESDDVAYGLVDVISEHNVSMLVMGAADDKHYTKKAAPFGHDVMQDCR
QSATSAQCSVERSSSLSEIWCVSNTWLHKLNLEPHIETTSSDRYSDKEKEDTKERGESDNELQHIPMQLERVRQEAYEEK
CRREKAEQELFEALQKVQVSENLYFGELKQKNEIEVKLATTMEEVDRLARTADELAAKFQEQCEKILVLEKRSAHSDRII
KDLMLQRDKAVREAEAIRVKNGESTAIADRTIPITELSISEIKEATSNFDHSSKVGESVYGSVYKGLLRQTNVAVKKLNP
ESTESLSQFSHEVEILSRVRHPNLVTLIGACKDARALVYEYMPNGSLDDRLACKDNSKPLSWQLRTRIASNICSALIFLH
SNKPHSIVHSDLKASNILLDGNNVAKLSGFGVCRMLTDEFKATTTLYRHTHPKGTFVYIDPEYAISGDLTPLSDVYSFGI
ILLRLLTGRSGFGLLKDVQRAVAKGCLQAILDSSAGDWPLMHAEQLSRVGLRCCEIRRKNRPDLQTEVWTVLEPMLRSAS



SMLCSLSFKSVSEDFGNVPSYFICPIQQDVMRDPLIAADGFTYEAEAIREWFDSGHYTSPMTNLDLPHRDLLPNHALRSA
IQEWLQSNAD*                                                                     
>Osat_LOC_Os10g01060                                                            
MEILSPSPPPSPGPASASASASGSAMDSFIHRGAGWHFPRRDNVDARVHVAVGRSPEKTLGLLRWAFRRFACAQVVLVHV
HQPSPLIPTLLGKIPAAQATEELVLSHRKSEKDEMNKILLTYLTFCHRAQVQASLLVTENEQIHDGIITLVKDHGITKLV
MGSTPDTCFKLKASYGKASFMARNAPSFCEIWFVWRGRHIWTREAAAAIGNNISVYNEDDVMIRKRIRFSSTSNNAESIL
DEGYISYEAQTPADRYEITISDNGQPNDYESLVDANHFCNIIVPNLQNAQSAFNSTFQPGSSVDMESLVLYPQEILDKNF
KQVILEAERSRKDAFVELLKRKDTESRVAGVIARAKASEFAQKQEMKMREELEALLTATKKQHEDLAENKEKATEGLDSS
MRKLAILDARAKSIAFRMNEAVAELKLIQSSIGTLNQEIPKREKLELVHTDQVERCAYNHIMLPNCSSTVCADDLYNFRE
LTLSDIKAATCKFSDSLKVLPRGLGCVYKGEIMNRSVMIYKLHSCIIQSSMQFQQEVHLISKVRHPHLVTLIGACPDALC
LVYEYVPNGSLHDRLWSKCGIPQLPWKIRARIVAEISSALFFLHSCKPQMIVHGDLKLENILLDANLHCKIADCGISQLF
MEDAKDADPEYRRSKPLTPKSDIYSFGIVILQLLTGKQAAGLPSEVRRAMSSGKLWSLLDPTAGEWPLEVARRLAELGLK
CSEAASPELLTPETVRDLEQLHLMRDNRQVPSFFLCPILKEVMHDPQVGADGLTYEGRAISELMDNGPPITPNHALRFAI
HDWLSQRSTPF*                                                                    
>Osat_LOC_Os10g03440                                                            
MSSSSPSLLSRRSTAELELPVPPEFRCPISLELMRDPVVGPTGITYDRAGIEAWLLAAGAGKTAAASSTCPVTKGDLRAD
DLVPNHALRRVIQAWCVANRCRGVERIPTPRVPVTPAQAGEVLGEVEAAARAGDAARCVAAVREVGRLARESDRDRRCLA
SAGAARALAAAVASFPAASDSASASSVLLDDVLAALVLVMPLDEEAIVAIGSSAASVALLANVAKHGDLQRRLQAVVVIR
EIVALSSCCSRNGGAATAIDLSDNLDGIIEVLVNTIRDPISPQATKASLVAAYHLALADGHAAARLAEAGLVPSLVELLI
DGDRSTAEKALAALDATLASEAGRARAQADALAVPVLVKKMFRVSDTATELVVSALHRICKKWHDGDDDEVGSPAARRSA
VVEAVQVGAFQKVMMLLQVGCRDATKEKATELLKLMIKYETRGGAHCIDAMDFRGLKRVS*                   
>Osat_LOC_Os10g08790                                                            
MPAGGAPGAAAVQRHRRRLLGAKPDVAAAGVGRDGGGAAGAQPRPGHAARPLAGRRAGRLGLADDMLDVLSLVSRQCWRC
SPAPEAVQALNASVLSLIQEIEPPAPPSDFRCPISLDLMRDPIVVASGQTYDRDSSGRWSGAERRRHPATPREK*     
>Osat_LOC_Os10g40060                                                            
MLPSPCAIPPPPRCIYSVFAISSQSSKQSSIVLVDSFFAEESRMQNVDNYLDQCSRKKVKAEKEVFFFTKIDEGLLHLIE
IYGVTKLVMGAASDRHYKRKMKAPQSQTAISVMQRAHSYCNIWFICNGKLTCVREASCCPVKRSKSARLPSSVDSCKVDL
QSLLEPNIEAKRLGCMYINEMELRKETEAKLSQEKEESESLKHATMVLQNDLDWLKYQLNEKANRLQDLNQQKHLLEHRI
SESDSVATYLEESMKVTESRVQSLKLEYSKMKRERDDAVKEARSMRIEKELTNSCAYGAISSEFSLMELEQATQNFSNAL
NIGQGGFGSVYKGSLRNTTVAIKMLSTDSLHGQSQFHQEVAILSRVRHPNLVTLIGACTEASALVYELLPNGSLEDRLNC
VDNTPPLTWQVRIQIITEICSALIFLHKHRPHPVVHGDLKPGNILLDANLQSKLSDFGISRLLLESSVTGSDAHYTSRPM
GTPAYMDPEFFATGELTPQSDTYSFGVTIMRLLTGRAPLRLIRTVREALNDYDLQSVLDHSAGDWPLVHVEQLAHIALQC
TELSKQRRPDLEHDVWEVIEPMKKEAHSPLSQSFRSICSAIETATPSYFLCPISQVTMRDPQMAADGFTYEADAIRDWLD
KGHDRSPVTNQTLANCDTIPNIALRSAIQEYLKQNNMNKSFALYEQQH*MLPSPCAIPPPPRCIYSVFAISSQSSKVKAE
KEVFFFTKIDEGLLHLIEIYGVTKLVMGAASDRHYKRKMKAPQSQTAISVMQRAHSYCNIWFICNGKLTCVREASCCPVK
RSKSARLPSSVDSCKVDLQSLLEPNIEAKRLGCMYINEMELRKETEAKLSQEKEESESLKHATMVLQNDLDWLKYQLNEK
ANRLQDLNQQKHLLEHRISESDSVATYLEESMKVTESRVQSLKLEYSKMKRERDDAVKEARSMRIEKELTNSCAYGAISS
EFSLMELEQATQNFSNALNIGQGGFGSVYKGSLRNTTVAIKMLSTDSLHGQSQFHQEVAILSRVRHPNLVTLIGACTEAS
ALVYELLPNGSLEDRLNCVDNTPPLTWQVRIQIITEICSALIFLHKHRPHPVVHGDLKPGNILLDANLQSKLSDFGISRL
LLESSVTGSDAHYTSRPMGTPAYMDPEFFATGELTPQSDTYSFGVTIMRLLTGRAPLRLIRTVREALNDYDLQSVLDHSA
GDWPLVHVEQLAHIALQCTELSKQRRPDLEHDVWEVIEPMKKEAHSPLSQSFRSICSAIETATPSYFLCPISQVTMRDPQ
MAADGFTYEADAIRDWLDKGHDRSPVTNQTLANCDTIPNIALRSAIQEYLKQNNMNKSFALYEQQH*             
>Osat_LOC_Os10g40100                                                            
MGSRGGDADAWETASARSGVSSSSSGRATAAAAAPAPENKVFVALPAQHKSGRSTLAWALRHVAELAPAAIGGGGEVVVV
AAHVHSPAQMIPMSMGGKFHASKLRPEQVSTYRKYEREQVEKNLDEYLEQCTKMKVKCEKIVIENEDIANGITELILLHG
VSKLVMGAAADKQYSRKMKLPKSKTALSVTVKANPSCKIWFVCKEHLIYTRDFVAPISPNSQSPDTIRGSISNLAARGGT
TNQYANNAVNGYVQRSMSEMVVPASSRVSLQLHSRSSLQESLSRLNMEGTSVDSWDSFRRGSFPSSYRASSTVTEEVLSD
SSSSGIPRDGISTLAGCDFPNSALHHEQGDAGSNANLFDKLEEAFAEAEKYRKQAYDESLRRQKTEEELISYHQKARKSE
DLFLNEAKQRKEVEETLAKANVEIQLLKEEMDALKHNRDDLSSKLSDVSEQKVTLEQQAVEYGSIIIDLKDTVAASQALI
DSMQMEFEQLKHERDNALKHAEELHREKQNMVSSSDLEWSTEFSLLELQQATQNFSDAMKIGEGGFGCVYRGQLRNTTVA
IKMLRSQNLQGQSQFQQEVAVLSRVRHPNLVTLVGYCSEASGLVYEFLPNGSLEDHLACESNTSPLTWQIRTRIIGEICS
ALIFLHSDKPHAVIHGDLKPANILLDANLVSKLGDFGISRLLNRSSTVSTSFYQTTNPRGTFAYMDPEFLTTGELTARSD
IYSFGIIILRLVTGKPALGIAREVEVALDKGELELLVDRSAGDWPFVQAEKLMLLGLQCAELSRRKRPDRMNHVWSVVEP
LVKSASLPVEPESIGHWVNKNRTPFYFICPISQEVMRDPHIAADGFSYEEEAIKGWLGSGHNTSPMTKSTLEHLQLIPNL
ALRSAIEEFMQQKQQQIPS*MVVGGKFHASKLRPEQVSTYRKYEREQVEKNLDEYLEQCTKMKVKCEKIVIENEDIANGI
TELILLHGVSKLVMGAAADKQYSRKMKLPKSKTALSVTVKANPSCKIWFVCKEHLIYTRDFVAPISPNSQSPDTIRGSIS
NLAARGGTTNQYANNAVNGYVQRSMSEMVVPASSRVSLQLHSRSSLQESLSRLNMEGTSVDSWDSFRRGSFPSSYRASST
VTEEVLSDSSSSGIPRDGISTLAGCDFPNSALHHEQGDAGSNANLFDKLEEAFAEAEKYRKQAYDESLRRQKTEEELISY
HQKARKSEDLFLNEAKQRKEVEETLAKANVEIQLLKEEMDALKHNRDDLSSKLSDVSEQKVTLEQQAVEYGSIIIDLKDT
VAASQALIDSMQMEFEQLKHERDNALKHAEELHREKQNMVSSSDLEWSTEFSLLELQQATQNFSDAMKIGEGGFGCVYRG
QLRNTTVAIKMLRSQNLQGQSQFQQEVAVLSRVRHPNLVTLVGYCSEASGLVYEFLPNGSLEDHLACESNTSPLTWQIRT
RIIGEICSALIFLHSDKPHAVIHGDLKPANILLDANLVSKLGDFGISRLLNRSSTVSTSFYQTTNPRGTFAYMDPEFLTT



GELTARSDIYSFGIIILRLVTGKPALGIAREVEVALDKGELELLVDRSAGDWPFVQAEKLMLLGLQCAELSRRKRPDRMN
HVWSVVEPLVKSASLPVEPESIGHWVNKNRTPFYFICPISQEVMRDPHIAADGFSYEEEAIKGWLGSGHNTSPMTKSTLE
HLQLIPNLALRSAIEEFMQQKQQQIPS*                                                    
>Osat_LOC_Os10g40120                                                            
MDPATRAAAAAVEKVFVALPAEKGKTTLSWALGHFRGSGAKLVVTHVHVPPQTIPVMGVQFHVSNVSPEQVKCEKLVIEK
EDVVAGLLELIASHGITKLVIAAAADKHYSRISDSVLHDRDKKVETTQSVTPLSQLFKIDTPPSPDIGQTILQPSAEQEQ
NDNEMELGFSDELNDARVAAENLMERALSESLRRQRADEQVVSSLQKVKQFEELYLEEVKRRKELEGALVKANLELTRLK
QEMDIPRNHQSTILGDRQEVITDKFILRQQTVDMKSDFGATGQLIKPQQEYLQLHPDHDNGVRQPETLLHRRSLTAFSPA
STVPSQFDKDSIPSHFICPISQEIMREPCIAADGFTYEAEAIINWFDEGHEVSPMTKQPLVHRDLIPNFALRSVIQDYTR
RKQYSFS*                                                                        
>Osat_LOC_Os10g40490                                                            
MAAPEKVFVALPAEAKSGRSTLSWALGHFRATAIVVTHVHVPPQMIPVMGVKFHASKLNPEQVSLFRMAERDKVDKQLDH
YVNQCLRMKMKCEKLVIENENVVDGLVELINLHGVTKLVISAAPDRNYSRKMDKPASRTATEIMQRADPSCKIWFVCKER
LICTSGVEVEIAPGHTPFIPDTGHDALQLTLHQEQDDNNESELGFYDEIKEACKAADNLMMRALRESYRRQKADEEVVSS
LQKAKEYEELYLEEVKKRKELEEALLRASEEIAQLKQERDLPKNDQNTTMEEQKEVISDNLILEASGQIIKPLQEYLDHD
ENCVREPETLLIQRKLAASFSPSSVMQSPFDEDCCIPSYFICPILQEVMREPCIASDGFTYETDAIRSWLDGGRRVSPIT
GQPIVHQQLIPNLSLRSVIQDHARRNQYSFS*                                                
>Osat_LOC_Os10g41220                                                            
MAIQDKVENNDPTVTVGLAVSSSKSSKYAVQWAVKNFCTNGMVRFVLIHVLQRITTVPTPMGNYIPIDKVRADIASAYVK
EVECKARTMLLFYKNMCDEKAKAEVLVVKGEDVAETISNVVSMYEIHKLVVGDSSQGNFIRKSKGTRTSSQICRSVPSFC
AVYVVSKGGLSAVYSPGFEGHKSSELFLSSDSSKTEIHSDDKPSLSDATPSRSFRSNLTWENLESLSSADHDRPRSLHEY
LTESTSASVGDNNSNSPCASGQTPRPSNVLISDKAPMTSSPLQELMLSEDMDDVNSELEKLRLELRHIKGVCKLVQDESI
NASQHVTDLAAKRAEEEARLSEVYSRINRVNEQAHQEKEQLNALEAQCRHVRDLARKEALQKQILQLRTSKEADKMQRLE
KLLELDGMSYSTFTWEDIESATSSFSEALKIGSGSNGTVYKGNLRQTSVAIKVLTSDDSHRIKHFKQELEVLGKIRHPHL
LLLIGACLDRPCLVYEYMENGSLEDRLQLKGGTAPLPWYQRLRIAWEIALALVYLHSSKPKPIIHRDLKPANILLDSNFT
SKIGDVGLSTLLPLGDALSTTRTIFKDTDLVGTLFYMDPEYQRTGQVSTKSDTYALGMVLLQLLTGKPPVGLADLVEQAV
ENGHLVDILDKSAGKWPAQEAHELAQLGLSCLEMRSKHRPDLKCKVLVELERLKKIASAVSDPVRPVISGPPSHFICPIL
KRIMQDPCIASDGYSYDRVAIEMWLCENDKSPITKSRLPNKDLVPNHALLCAITSWKAEARD*                 
>Osat_LOC_Os12g06410                                                            
MEYGTPQHFMCPISLQPMQDPVTSPTGISYDRRAIHRWLAAGHSSCPVTGHPLSLSDLTPNLTLRRLIHSWHHSTTTPFP
VERSTPSPPPLREVDDDDVVERLVMEMEGGGGGSWCPPSCDLLREAAAVAAGSGVARRRMVGAGVLRRVLRLVVWCGGRG
SSSGEAAVMVEMFDACLALFHALDVSADELRPLVADGHDLVDAVTRVMATLEAGDANATRARESAVRLLEAVTEAADAPV
LERLSPEFFSAATAVVRDRGAVSPGAARAAVRALANACRARASGACRNRALAVDAGAAREAIELELDAWSSPQAPGGRRA
TEAVMALLAELCACAEGRAAVASHPAGITVVARRVLRVSAAADACAVRVLAAVAGRAASPEVLREMARVGAVGKLCCVLQ
AECDAGVKEAARAVLRMHSGVWSGSPCVSAYLLSRYL*                                          
>Osat_LOC_Os12g17880                                                            
MAQRRQGSQRQEQAWWVAEGARDWCGEGSDDGEEGEEEEEDGVLSAFLCPITMEVMRDPVVVETGHAFEREAIARWFSEC
ASLGAAPRCPVTMEVVDGADVKPVVALRAAIEEWTSRRETAALRRACRWLTKAASEKEALRGLDAVMRGWKLARVGKRVV
RRDGMVPMVAAMLRNGSARVRLKALQALREFAREDDEYRDSVSEGDTIRRIVKFIDFEDCQERELAVSLLCELSKSEMVC
EKISELNGAILILGKVACSKSQNPALAEEAEMTLENLEKCEKNVLQMAENGRLEPLLNLLIEGSPEKQLRIASSLEKIVL
SNDLKNLVAQRVGLLFAGVVENGTLPAKEVAFKVLDHISTNTESAKVLIEDGILLPLFRVLSVDGVKFLPPRLQEAAAAV
LSNLVACGIDFGTVPLDGNRTIVSEDIVHSLLHLISNTSPPIQCKLLEIFVMLSSSTTTVLSIISAIRSSGAITNLVQFV
ESDHQESRAASIKLLCKISFDMDHEIAQVLRSSPTLLGCLVRIVSENDANADEQDAALQILANLPKRDRRLTMELMEQGA
FKYIARKVLNICRRGTANNIVDNTMLEGLVKVLARITYILREEPRCVALAREYNLASLFTSLLRLNGLDGVQLLSAKALV
NLSVESRYMTGTPNFDEHEQKSGLTWFGKKPPGIQLCRVHSGICSIRDNFCILEGKAVERLVVCLSHQNKKVVEASLAAL
CTLLGDGVEITEGVSVLYMANAVEPIFEILKGNPTGTLQQRVTWAVERILRAENIAKAASSDRGLSSALVHAFQNGDSRT
RRIAEASLKHINKLPTFSQIIDKHPSRRGSSIGSMERYFRSDR*                                    
>Osat_LOC_Os12g17900                                                            
MAEGQDGYFDSSTDSLRVEPIYESFLCPLSKQVMRDPVTIESGATFEREAILKWFKDNGSGGRRLVCPVTNKELSSTELN
PSIALRNTIDEWMHRNEAAKLDVARKSLTSDCSEGDILQALEYVAEICQRSRSSRHLVRKVGLISLITDLLKNSSPKVRQ
KALGSLRFVAKNDNDNKNEIAAGDNIRTIVKFLNHGHSQEKEQAVSLLYELSEYKPLSEKIGSVSGAILILVGLSSSKVE
NLLTVDRAEKTLENLESCEKNVRQMAENGRLQPLLRLLLEGSSDTQLSMAAHLGELVLSNDVKVLVAQTAGSTLVNIMKS
GNREAREAALKALNQISSYDTSAKILIEAGILPPLITDLFTVGSNQLPMRLKEVSATILANIVASGASFESVPLDHNRQN
LVSEEIVHNLLHLISNTGPAIECKLLQVLVGLTTSATTVQSIVDAIKSSGATVSLIQFVEAPQREVRLASIKLLNNISPF
MGQELAEAFRGNFSQLSSLVRVIADNNGISEEQAAAAGLIADLPPRDSVLTRRLLQDGAFSTIITKVTMVRQGDIRGGRF
VNPFLEGLVRVVSRITFILDDLDIIDVARDYNLTPLFTDLLQMNGLDTVQIVSATALENLSRQSKLLTRIVPAPNPGFCF
SIFPCLSQKSVATGACRVHVGICSARESFCLLEGKAVEKLVACLDHNNEKVVEAALAALSTLLEDGVDIEQGVMVLCDAE
GVNPILEVLCENRNEALRQRAVWAVERILRIDEIAYEISGNQNVGTALVEAFRHGDSRTRQIAERALKHVDKLPNFSGIF
SKMGAA*                                                                         
>Osat_LOC_Os12g38210                                                            
MKKFQGVILQLEQALCDIPYNELDISDEVREQVELVHAQLKRAKERIDMPDDEFYNDLLSVYDKNYDPSAELAILGRLSE
KLHLMTITDLTQESLALHEMVASGGGQDPGEHIERMSMLLKKIKDFVQTQNPDMGPPMASRVLDSNGDSRPITIPDEFRC



PISLELMKDPVIVSTGQTYERACIEKWIASGHHTCPTTQQKMSTSALTPNYVLRSLISQWCETNGMEPPKRSTQPNKPTP
ACSSSERANIDALLSKLCSPDTEEQRSAAAELRLLAKRNANNRICIAEAGAIPLLLSLLSSSDLRTQEHAVTALLNLSIH
EDNKASIISSGAVPSIVHVLKNGSMEARENAAATLFSLSVIDEYKVTIGGMGAIPALVVLLGEGSQRGKKDAAAALFNLC
IYQGNKGRAIRAGLVPLIMGLVTNPTGALMDEAMAILSILSSHPEGKAAIGAAEPVPVLVEMIGSGTPRNRENAAAVMLH
LCSGEHHLVHLARAQECGIMVPLRELALNGTDRGKRKAVQLLERMSRFLVQQQEEQESQSQASAQVPPQATPEQVPENDI
PEQLDSPASQYPMVV*                                                                
>Smol_XP_002994648                                                              
MENRIELQCKAEAEREANRQQLLKYTQFTFEELRDITDNFSENNKIGEGSYGHVYKGTLHRTNVAVKVLRHDSWQGPQEF
EQEVEVLSRLHHPHIVLLLGGNPEKKCLVYEYLENGSLEDRLFCKDDSPPISCLTRYQIAVEVGTALLFLHKAKPQPIVL
RDLKPSNILLDKNYNSKISDVGLARFMPGDATSVRSTSPWPLAAATQLACIGLNCAECQRKNRPELENVLQMLETMNHLF
RSEERPKSAAPTLFLCPILQEVMEYPVIASDGYTYEYDAIIRWLQKSDASPMTNLRLENKNLTPNRVVRSAICEWRAPKL
P                                                                               
>Smol_XP_002992508                                                              
MVMEDEVILTDVSDSMHMLLLARESVKFQRSSVHSLLARIKMLKPAVDYLREVKIPLPKPALAPFQSLNSVLLRARDAVE
ECSVGRSKIFLIYRCHEIVVGFQEIAGDMCRVIETIPLSSMYISSHTRSQIEHCHQELRRLKFTINARDSQLADEIAILL
KDFGRSQVNPAQLKRFLEEMELGSLESIAKEKAALEKERESREDGAAAVIDKLTSLLSMTTQDPAPEKVDSVQQQNIPIP
ADFCCPLSQQLMSDPVIVASGQTYERAYIQQWVDRGNRTCPKTQQVISHTNLIPNYTVKALIANWCEMHNVPLPEPPKVD
ELGELITPSKPPPQLLEQDVSSGTKGSGVEAESLPVSSSEMVDGNHDPEQGGGEEPDMRSFLVGIQHKPSGSSRGAASPG
SRRRFSGELSGDAASDSLEEKSPRFLYRNRKERSRLKLGGNSEKLFDIIGNDENKESKIRSLIQDLDAPSLDMQRTAAAE
LRLLAKNNAEDRIRIANAGAIKPLVALLSSADPKVQEDSVTSLLNLSLNDGNKHDIVDSGAIPPLISVLSEGNPEARQNA
AATLFSLSVKQEYTALIGASGAIPPLVELLKSGTPRGKKDAATALFNLSICHDNKNKVVKAGAVKPLIDLICEPRLGMVD
KAVAVVTNLSTVSEGRSAIAEDGGIPALVEVVEAGSQRGKEHAAAALLTLCSNSPRHRAMIFNEGVTPMLHILSQTGTAR
GKEKASALLRIFREQRNGNVPRSHHQQQHHQQHQREVHASPAAASPRY                                
>Smol_XP_002992051                                                              
MAIPKAERSLQEIEDLMLRRVLQLTLSPPADASNAPSSNLVFLEQIAAELMSEDRPMLLSRDLIERALMDRLTTYFHARE
EPLLYLIACYRRAVDEGRKSQAMKDKKSMVWIQETLNQVKELVVSYAGISIIHPGTFPQQELQRNSSKPLSPLLAAMMDE
SPSSESSGYSGSNLPQGFIEQTIARFQGEELDAIFHGVFIGLRDSVMRLSALGPFQKPLGILVTLVSYPALARALVRHPN
FHVRGSNVNGRIFELETILGPFFHIAAVPDLVAFVKGEPDIGRQCFSDASSRRPADILSSCSAIKSCLHHLQDGLHEIVL
KLLRSVDTREQVLGFLGDFIEKNAGRAQIQVNPLVNGSTGSFVNLSAVMLKLCDPFLDPPFTKMDKIDLNYVLKNVRVNF
SNLTAIHATSEELSRWVDKRNYARIEGFRQAQAQREQEELMRLQSQGASASVVQASVSGQGSFSFICECFFLTARSLNIG
PLKAVSDFKTLLQDLSRQKDSLEALKAMQGPGAPADLENTIKNTENNIEQLTQDRYCYEAQFLRDLQLLQECVRFYRLMI
VWLVSLVGGFRVPLPAPCPMEFASMPEHFVEDSLEMLLFTARVPKGLEGVSLDEFMSFIVMFMSSPLYVKNPYLRAKMVE
VLNAWMPSKNHYAPALSSSLTTLFEGHQLAMDHLVPDLLKLYVDIEFTGSHTQFYDKFNIRHNIAELLEYLWLVPCHHNA
WKRIAVTEERGFYLRYLNLLINDSIFLLDESLKKIPELKEMEAERSNVPEWERRPPQERQERLRLFHQIEQHVRSDMILA
NENVKMLQYTSSEITTPFLLPEMVERIASMLNYFLLQLVITQRKALRIRDPEKYEFRPKELLCQIVEIYANLARGDIHGE
FSKAISLDGRSYRDELFKEAIDAIHMINQLPPKTMQDFVLLGEKVKKAVSEAQDTEALLGDVPEEFLDPIQYTLMKDPVI
LPSSKTTIDRATIQRHLLSDQTDPFNRSLLTADMLVPNVELKARIEEFLRNARKN                         
>Smol_XP_002990839                                                              
MEDEDEGGGGEEDCEEQRQRQNQAAPALFLCPISLEIMRDPVIVCTGQTYDRPSIEKWIRDGHRSCPITMLHLHDLTLIP
NIIVRQLIEAWCSKEESASAMFAPSPPSPPPPPFLLAHHDFSPQESLDLGRRERVLGLLRRIAKGQDVRQSVATLKSMAK
EELCGSSPTPPEAKKVCSCIVEAGGALLMASMLADELIQHGTALYGSPDGFIQHGTALHVAPDGFTARHEDSPCEEIMSL
LALLCRGASREVIGAVLSESGALQCVVCHLGSAQIDLASRMSAAVLLKRLLATEEMRVEVGQSTQFFHGLLDLIDSSSSS
KKGLVKLLHLACSHKPNRSTAVEEGAIQILVNLLLAASSPPSSSSSSSGEDRALETTERALATLEQLCTVEQGRRAVCES
TAAVHCAVRLLVGYSRPATEHATGLLLLVCQSGPVQVVQIAMRAGARRQLLLLLQSDCTGRAKKRALELLKLFHAIFFVQ
GDEHASSDFKNVDLY                                                                 
>Smol_XP_002990179                                                              
MVMEDEVILTDVSDSMHMLLLARESVKFQRSSVHSLLARIKMLKPAIDYLREVKIPLPKPALAPFQSLNSVLLRARDAVE
ECSVGRSKIFLMYRCHEIVVGFQEIAGDMCRVIETIPLSSMYISSHTRSQIEHCHQELRRLKFTINARDSQLADEIAILL
KDFGRSQVNPAQLKRFLEEMELGSLETIAKEKAALEKERESREDGAAAVIDKLTSLLSMTTQDPAPEKVDSVQQQNIPIP
ADFCCPLSQQLMSDPVIVASGQTYERAYIQQWVDRGNRTCPKTQQVISHTNLIPNYTVKALIANWCEMHNVPLPEPPKVD
ELGELITPSKPPPQLLEQDVSSGTKGSGVEAESLPVSSSEMVDGNHDPEQGGGEEPDMRSFLVGIQHKPSGSSRGAASPG
SRRRFSGELSGDAASDSLEEKSPRFLYRNRKERSRLKLGGNSEKLFDIIGNDENKESKIRSLIQDLDAPSLDLQRTAAAE
LRLLAKNNAEDRIRIANAGAIKPLVALLSSADPKVQEDSVTSLLNLSLNDGNKHDIVDSGAIPPLISVLSEGNPEARQNA
AATLFSLSVKQEYTALIGASGAIPPLVELLKSGTPRGKKDAATALFNLSICHDNKNKVVKAGAVKPLIDLICEPRLGMVD
KAVAVVTNLSTVSEGRSAIAEDGGIPALVEVVEAGSQRGKEHAAAALLTLCSNSPRHRAMIFNEGVTPMLHILSQTGTAR
GKEKASALLRIFREQRNGNVPRSHHQQQHHQQHQREVHASPAAASPRY                                
>Smol_XP_002989344                                                              
MVDPVIVASGQTYERAYIQRWLEQGNFSCPKTRQPLPHDNLIPNYTVKALITSWCEANNVAEAAALEKNDRVTRSGETSQ
AFEQLITNLVTDLSSPFAGARKYAAAELRLLAKDDIQSRILVVEAGAVRPLIALLDDGDEQTQEIAVTALLNLSINDNNK
AEISRAGAIDPLVRVLKAGSSAAVENAAATLFNLSVVDNNKEVIGAAGAISPLVELLASGSPGGKKDAATALFNLSTSHD
NKPRMVRAGAIRPLVELASQAATGMVDKAVAILANLSTVPEGRVSIAEEGGIIALVQVVETGSPRGQENAAAALLHLCIN
SSKHRAMVLQEGAVPPLHALSLAGTPRGKDKLELFTRSCHLKQN                                    



>Smol_XP_002989343                                                              
MDPLASIGLPRLQLLVYLKSIAAVLAEGDSSAIAGERARSLENALQGAKVLLDMSGSKIYKAGGNSSYFVDVSDARLAEE
IDTMLLQHRHGKAVGRNKLQSIASKVGIRCNNSLGKELEALQKEGENAASEDQKAKIQDVLLLFTQLLSEIDDDDKAWGV
PIPADFRCPLSLELMVDPVIVASTLSGFE                                                   
>Smol_XP_002988129                                                              
MTMLPLFDASIENVLLSSVSRYALDALIDPSRRRRQREAERRWILDRQQQQQGQDREVRYADQAVLANLGWGIDALEEAI
QTGNVETKIARLDYAEKMLQVCALLDRGSDTAGISNAYLAASAHMNLALVWKLRSDDRRAAENLLEMFIAEPFQSRVDFA
PGLWEALFQRHLTGISSWYSEQRAKLLAAPPSQDHATLGHGGDYSVDFPSYSRDDFFAVSTDEVAPNNLLSAVTPEQAAQ
LQVLEELYQNTLDDHTRQYAKFYRDCLRLPSSQLKVVKPLLPTAEPPVTDEVFQPLKAQLEVIQEHESDEERDGDNELVN
DTETQLSFSRQIKDHESSEEKKQPASATSSKGASLSRSSSFDKTSERSYEHAHPMSRSSISAEFSRPGAQQKTSRSSSFN
RSELDTSERSLERRCSLNHVEHLNSISRDGDIYDEERSVTSETDAYERRMVRPPKDFVCPITNQLFDDPVTLETGQTYER
TAIREWLERGNTTCPITRQLLKNRALPSTNYVLKRLVENWKEIHGAGNSMESFYDENQELWQDLENEDALLRSSPSSVIS
SSSRQSQATHKKHMKDDASAVEGFMHELKPAVERLCVSEDLQECEQAVMTIAAVWEKCCGDFRVEASLTKASVIEGLVEV
LSVSVAQEVQVAAARILSALVASDEFTRHTIVRADPELESIVRLLKNEVAQGAVLLHQLKLSANEMNALDIVADLVKILR
KGLDGGQGQGDKLCSPKAAAVGLLQQLVSTSPERPHSSAHLLLALEAVPIVIENLKAKDIDERLSTISVLLCCMEADGRC
RNLISRTAQLGPVVEILVRGSGSARELATFFFLELAHSNRRETNNKVLTTVKNEGILSTMHVLFVACQKAPTEHKHTIAV
LMLQLEILGQRRQQSIYKEEALDAIVAALSRESPFDCQVETAEALVALVGRFSYAGTPLTEAWLLKLAGLEQPYELLTNE
DPQQEREAAEEKAANLWELNAARVFLEYEGGAILEALGAMLQSKNLELWKPCMIFAVWLSFVVKKLPISGLRPYFRRYFL
APFVVALESTKNVQQKVLAALGLHTFLDDAESMQELIGYAKDVVKPFRQLKKVTWIAQEFIEAFIKCTSLNPMELWQHSE
VGQLDVTRSGEVRCLARSKGRLFSGHSDGSIQVWETKKKVPTLLLVLTDHSKAVTSLALSSSSNRLYSASLDRTVRVWAI
SPESVLCMNVLDFKEAVGALAISGSTIATATPQGNGIKVQAESNSSKQLNSGKHVQCLAVSNGNIYCGCTDTSIQEVDLQ
ENSVVTIQPGTRSLLGKKPVYAIQIFKSEIFSAGAVVEGAAVKVWDQTDYSLKRSLPTNLEIRSIAVHDDFLYLGSSSGI
IEVWLRERNTRVSVLNIGSKVNALLLDGDVVYSASEDGKIRIISF                                   
>Smol_XP_002987240                                                              
MGLDEQEETLRKHHPEVPSHFKCPISLCLMADPVSVCTGITYDRSSIEKWFQEGRRTCPVTMQELHSHELIPNHTLQRII
HGWCAANRFQSGARGDREQPMDLREAQVLVAQLRIPRSRPVAVKRLIARSQEERSKTLLIRAGLAPVLVSSFSEDQGQEQ
DEEDSQAQILSLLPPLIANLDEPSRKELLSPRNLAAIARLLQRGDLHTRVSAAALIEELCCADKEARGAVGATAGIFEGL
VRLVGEDHSQRRHRPAIRGSLRAVLAVCPPLKNRVRLVETGVVAPLAELLVEADKVTTEAILAALECLCGCAEGRAAVAR
HALAVPAVARKLFKVSDMATEYAIDVLWAVCKYCPDEIVKRRMVEVGLFPKLFFFLQIGCNPRTKHKAGDLLKLLHRAYR
ECIDGSGSNNDGAGGDSGKNRNKEDNTCLLTAAA                                              
>Smol_XP_002987239                                                              
MERGLLLKTLNVGEMAVFSAAGQQSQSISRKRYFCPFGMACFGMEWKNGMADKQSTLQEHKVEEVEGEVGGGRGIGTDDR
RCPISLELMRDPVTLCTGITYERKSIEKWIADGNSTCPATMQSMPSTELVPNLTLRSLIHSFCSSLTKDGRQEEQGCEIL
GAVTIQRLCSSSIGLAQELRSVRKSLIKQQQKMSPQLREDLMAAVMAVLESPSSSSEIVEEALGTILFLMPTTSSKNADD
HDTLTRLARSSTAILLSRSSSTEARINAASIVEKLASADCDLKLQLGSSQPLLVALVGMLASESSTTGKGRRNSMPRAGL
EAMRSLLELRRNRARLVALGAVHRVIELLPELGSRSCTELGLSVLELLCRSAEGRDSFAGHELGMFAVAKKMFRVSTLAT
ELAVSIIWSLCKFSSSEGLMRKRAVDANTFERLLLLLHVDCSAATKQQVYELLKFLRQAYSEEPCIIAAPDRALPEAVVP
IYPRF                                                                           
>Smol_XP_002985139                                                              
MAEPVILWTGQTYDRQSIQRWLDSGHTTCPKTKQELHDDTRLIPNYALRSLIQSWAAANSVELASGGGGASGGGSKSKKS
SICSSDSSSNRARKEAVEALVRGILAANPASLIRDSVRELRILAKESRPQRAMICEAGGVAKLLDLLLGKSRPAFPDLQN
EIEENAVVALLNLCADDENKVGLVAEGAVDAILHILSRHHHQASIDTRASAALAITSLAMVDVNKAIIGRHPGAMPGLVR
LLSSGSPRGKKDAAIALYSLCMLPDNRRRAVAAGVVSVLLTAVENDARYCAAHLAAPAEGEAVLALLDVLATCPEGRAEM
RLRRGVVPALVRVMGAAGDSAVPLRARESCAAVLYAVCCEDATWTAIARDAGAAAVAGEMARGLNGECRAARKAASLVQL
LSA                                                                             
>Smol_XP_002984956                                                              
MMVIEHIDLVADALKLAYRIVRNYQDVPKQRGKCRELIDQVCRLAGLLQELQNSRTPQAPLTPQAKACFEGLNKCLEDAY
RVLEKTSRASILRYIFMSKEVDEDLSVVSGSIDGFLKSVPLVCLTVTIQFTQATAIQADVKELASAFSKLSTELQHKSAY
TQEQQDLADEVLSILRSRTEDEQESTLDKLLAWLAEKFESDMETVRREWQDMKRSKSDLMTQVGTTSSSKQRIEEKLLEQ
IIFCIDELEVNGKVLEVDAAGIPGEFLCSVCHDLMKRPVLLTSGHSYCRHCIERCFGNGPAVCPNSRALVQPDLLIDNIA
LRNAIARWKQTASPAHAEDVDEPVVDVVERSYDEGFVLQTVSELESDNHIKQLRALNCLLEVASSTSGAASILKSGGTAQ
LVKLLKSSRRMVVEKTAAILALMTSRQATADDTGQVVSEIFEHCLDLVTTGTGTVRLKSAETITNLLSIPEATEFLLSQV
GIISSFAALATESEDGMDISLRCLRKLSRNKDASFSGDSSLVACLLDLLKSEEDCIVQESVLALKSAVSSGSSRACAVLK
KKNAVSHLVRCAASLSGDSQEAAITVLEHFAKNEGFSDLVEAGYHRFIVQLVSAFHPSDNARLLASILRLSTGCLDLQQD
WSFELGDVQRLTSRLMDTLQVKDCTAEALELLKTLCSKDPACKELVVENDGVTVLLVLAVSPRSTCRKGALAVLTTLLRS
SACQEEFSRAGGIGVLGNTIQTDDSAECVTEAMISLGLLAGNGKLRHLALKSLDLYKLLCCCIDENFPEQCRESAASLAL
WSLTERSDVIVSKPSLKQLGYVLQHGRSKTIRTKVAEILLVHASRGGEEGLASLGGSSRLHLVELADEAGETYRELLLSF
VSRSRPCTQEEIPLLLEAFSRSEYMDDAVASIRMLVESSTSSHSVLLAAGFGHTGLEALKSGRCGEPCIDDISASLVLLY
SCCSQQQCEASPKYVQGLMKLLTMDAPGSVTRAAVCLLSSFAHPDSACLQGPLKTSSHAIKPLLSVLPQARLEALELLSI
AVEDSSLKVELYRQGAIPKLIECLSPDNDRVQELAISILLKIGALSEAMEGIRGSMISNGIMDHLLDILRKTGERSQAAV
VNSACLIRNLARSLTSGTDNALRTLLAVYRFCLTNSPREGYVERITYVISALETLTVPGTQQLKLLLRDSIPILVKPLQE
DYASQGDPDEKIKRSALAILASLLQEASLCKEVRSMLLTRASVLALRNIMDKSGSNECKTRALNLLAKLMTSASSLKEVS



KMMREDDCISVVFRLTQLHECSIPATKLIELMKHDRSTRTYIEGNLFPWQRTTSAPAMSRGV                  
>Smol_XP_002984952                                                              
MAGQGEFQELVETLIGLLNEISSLGDYARSHRKECTNLARRLKLLAPLLEEAREASSLDSLSPFHDLKLVLHSAKDLLSL
CHKGSKIFLIMKREGIASSFQSVTADLEHVLDSLPYNSLNLSEEVREQVELLHAQLKRAKGKAEVIDTELIEDLMRCSMS
DERDYDRMAAERLADKLHLKTWSEIKEEEFRAQESLKLDKGGDLDAAIKMVLGRLKGVAISDADEPYVSIDKARVDFAMR
NPLSPSPRSDKLSNPAIPEDFRCPISLELMKDPVIVATGQTYERSYIQKWLDAGHKTCPITQQTLPHLVLTPNYVLRSLI
CQWCETNGIELPKKVGTSRGGHSSDLEACGDRVAVEALLQKLSSPQVDVQRIAVADLRLLAKRSIDNRICIAEAGGVPLL
IGLLSSTDTRIQEHAVTALLNLSIHDPNKAQIVQAGAINPIVEVLKSGSMEARENAAATLFSLSVVDDNKVTIGQTAAIP
ALVNLLREGTPRGKKDAATALFNLSIYQGNKAKAVRAGVVPPLMELLDPNAGMVDEALAILAILATHQEGRVAIGQESTI
PLLVELIRSGSARNKENAAAVLLALGQNDAAHLVTAQQYDAGVPLAELVQNGTSRARRKASLILELMHKQQQEQLNKQQ 
>Smol_XP_002984593                                                              
MASKKRSHNFAAARTPAQIEKIVLSTVGSYILDQLLDSDRRAEHKKLCTEALVQHSNNEGGYVDYAEQAVLANLDWGIEA
VEEAIRTPHEETKSARLQHAEKMLQVCALLDVRSEIAGIPGTYLSAWGSLILSYVWKLRNDDRKAAVCVLDMFLVDPRSA
RVKFAPQLWDQLFQPHLTSIKGWYSLQRHRIKMAESDDVSYSFQSREEDGEEDLLTLEQKEQLEGVEGLYQASLDDHTRE
FAQHYKDWLTLTADSLKKRVPPLMPIAEPPMTPVHELAIFNRKNVENQSLKTYESCTLSSDNTQPEVENVKSNKADGSDE
VFNHISMETKSSPSTSLFASTPPKDFVCPITNQIFDDPVTLETGQTYERKAIKEWLSRGNVTCPMSRQPLIKVALPRTNY
ILKRLISDWKAESTQFSIKDSPQTTNNDYFPTSSGSLTDAGLTGLEKLKMSLETLSRLDNLTDCEAAVRTICQFWEEVHG
NEDVTVLLTEPRVIDALMETICKSSSVEVQKEAVDILIELVHRDEHTRQTILTIDPGLQRMQKLLKEGLVDLTVLLLQLR
LFLPDIAMADLLPHLVAVIKQSRESTISDGFFQSSIKPKAAAVTMLEHVLSSIELERNSVNIKTLVSLTAVPALIESLNT
KDKKERVAAVSILLRCVRADEDARTFVSQADHLTLVLKVLHSADKVARARTIALLMELVRSHKKTSRLQILGLIKTEGCV
SSMHALLMHLQVAPLEQQILTAGLLMQLDLLGEPRKDSVYTEEAMDTLLKAIKNKDRLSLQVEAARTIICIVGRFSSSGK
PVLRSWLIKASKTKPTKNYQQDDWDKKVARALLDYENGTLLEVLAENVLDEALELATPCITIATWLLYMAGELPETGLWI
QARKLLLPRYITLLQSDAHRVLAALALYSFLKDKGSAQELVKSAAAVCKPLKSMRNESWTSSKLYQTFITSPNVKAEEWK
HDEVMQADTSGNGESWKVAEENLLLLREATEHTKCVTSLAILPSKHRLYSGSLDKTIRVCKTVWSIEDDALHCLHVFELN
GGVLSLVVTGSLACIILQGIPGIQVQYEENDARHISSHKNIQSVAASKGMIYCGCTDNSVHETDPSGTAMMCIQGGVRTL
LGKRPVNALQVFKGQIYTAGSFCDGMNVKVWNQADKSLVSALSIQSEVWLRARLAKVGSLAVGSKLNALAVDGDVLYSGS
GDGKIKVWTCL                                                                     
>Smol_XP_002984473                                                              
STLLTLITTQVLEIAIAAKDVLVEKESFQKLSRYLHDIEPVLAELKERCFKDLTAANQALQSLKTDLDRAHTLVSDCTDK
SKFYLLLHCRSIVKDAQVVTRDIGKDLELLSLAGTELSLDIRDNLLRVKNQFLSAEFQASETKLQILSKLEEGIRDHRTD
QGFANDLIVAIAMAVGVPVEPSEINKELSSFKREKELLAERKQMQEQAFMEQVIDLLSKADAAYTSDVLRQRYKEASEHI
GITEPVDPLSSFICPLAREVMIDPVTASSNRTYERSEIERWFASGHTSDPFTHMELTDFTLRPNTSLRKAIQEWTDQNYC
IRIRRAKHFLQKRDVALAQNALDDLCKLCEESNTNTEWIAAENVIPEIIEVMKLRDKEVQRRALTALRILVHNNFRNRDE
VVQVGGLEQVVRCLGKSTLKKLALSVLLELLQGDERSVCEKLCQEKSAVLHLVMLHNENEPTAKPVLEKLCSSNENIVQM
ASMSYFDPLISSLLEGPEESKLAMARALGNLESLSDQNKLMLGEKGVIGPLLQMMISDKLEAKATALEALRNLSSNSQNQ
RSMAQAGGFPVLMDNLTSPRLPQTCKEAAAITLKNIAQGNTDASLTDRDGHAVNVKQAVETLIGLMESSSHGLILRAPIL
LVLHGLAQSKDGELVQEVIKEQQGVAFLVGLLDGAEREVRDSAVFLLRSMSEGAGGDIFDCLYTEKKLEHFVNLIGNCSS
ADIRADLLMVLASFPSNKQTMETLMEAGAVTTVLAQVKGDSSKVTESALAALERFTEPTNVELQRTLVDSGIHSVLVTIL
NSGTTTGKARAARALRNFSLTTLDLCHPPTSTGWLCFRPTVPAICKVHTGVCSVKTTFCIVEARAVPGLVALLDEPSSVA
AEAAVEAFFTFVSSEETRERGAWFLHEANAILKSLGLLAHGTATAKERTVDLLACLFKLKNMRETYCGRAKLPLVELAQH
GSVTVKKKAGKVLAQLSMIQEVSSYF                                                      
>Smol_XP_002984060                                                              
RKNLTVILRRVRLMLPVVEEVRDGNLLLPPSAVIAFQELHSVMLRAGELADELRESSQLWLLAECELYSTKLFELSRDMA
APLSMLPLSLLELPIEIKEQVELLKLQARRFKLFVDPVELDLQAKLLELLKEFEKKRTPSSDRIEELFKRLLLTSAKECQ
RELEQLRKLARKSSSRSPKACRINSLISFLCFSSCVLYGMVSEDPQLVTSLSLSSSSIPDEYKCPISLELMRDPVIIATG
QTYDRSSIQRWVEAGNITCPKSGQKLIHMTLIPNFALRSLIAQWCEKNKVPFWMSGKDSRATVGVDHIANAQATIAAARM
TASFLVGKLAMGPPDIQKQAAYELRLLAKIGMENRRCIAEAGAIPFLVSLLLSRDASAQENAITALLNLSIFDSNKSLIM
TAGALDPIVVVLCNGHSAVARENAAATIFSLSTSDENKVAIGSKGQAIPALVELLQKGTQTGKKDAVSALFNLSLLEENK
EKVVQAGAVTSLVENLEQYMDDEGNAELLENSLALLGLLAASEPGAKSIARTSAMSFLVRILESGSPREKENATAVLLAL
CRGGDHSVVRCLLTVPGSITALHSLLASGSSRAKRKATSLMKILQNW                                 
>Smol_XP_002984018                                                              
MSAKIVSAAKQAELLKEQGNLYFKKERLSAAIDAYTEAITLCPDVPVYWTNRALCYQRKGDWERVEADCWKALELDKASV
KAHYMLGLALLNSQHYAEAIKQLEKALDLGRGANPAAYMVEQIWQELSKARYTQWEVATAARRAKQKEIRYSAETPMEDD
DIVESDESEWKAISRLREIYQEKLRTIADIFNKAAESDIPSEIPEHLCCKITMDVFRDPVITPSGVSYERAVLLEHLRKV
GKFDPWTRAPLEPEQIVSNLALKEAVQAYMLDHGWAYKPYY                                       
>Smol_XP_002983700                                                              
KYTQFTFEELRDIADNFSENNKIGEGSYGHVYKGTLHRTNVAVKVLRHDSWQGPQEFEQEVEVLSRLHHPHIVLLLGGNP
EKKCLVYEYLENGSLEDRLFCKDDSPPISCLTRYQIAVEVGTALLFLHKAKPQPIVLRDLKPSNILLDKNYNSKISDVGL
ARFMPGDETSVRSTSPVGTFAYIDPEYQREGSFNAKSDVFAFGIILLQLLTATSPVGIIHKVSTAVDQGHLMEILDTSAG
EWPLAAATQLACIGLNCAEVQRKNRPELENVLQMLETMNHLFRSEERPKSAAPTLFLCPILQEVMEYPVIASDGYTYEYD
AIIRWLQKSDASPMTNLPLENKNLTPNRVVRSAICEWK                                          
>Smol_XP_002982552                                                              



MDDKAVSEHLVHEILCLIDALKAGVNEIGVNKSLFLKSTLFLVEFKQLSLGQCPANALLKILDDVTGLVRLTEQCCRRKS
RVFQIYKSQEISQRIRDIMLDFTSHLDLCSEVENMDQIMELRNRVTRATFSPDPRNGELATALSDAISHEDDELQSKVVD
DISRHLAASVSSLKEELLEDKRQLEVDGRVEELSELEKLVQLLDSAPSLESDSLALDDSFVSEDIPASYLCPITGQLMRE
PVLVEGGVTYEKSAIMEWINRGNTKCPVTNADLSSVNLVRNRSIENAIRQYLGRVNIDKLTRSIKKIKLERVHVEETLDT
IKNLIGLGSCFKRHVVALDGLEPLVAILKSSAGDQRAKILQILLAIGESGDDCKIHIAEVGAVPVVLRILTKCHGDCPDA
VSLLREISEVQQGKEVILAQPGSIIVIASAATVDSVEQKDHAMKLLENLCSNKSWVAIEAASTGVFDFLINNLHTGNEAV
KLEMAEAIATKLEFNDASSAALVSTGILVPLVEMLKSESLDSKMAATRCIQKLSSTVTNRDAIGDAGAIPLIAGLATMAV
RDLKVYALETLANLASTRECVPALATEENVPRLLEMVKDGDLQVQSSILKILHSLSRESKTVRLMVRQHAEVIRYLLDAS
SEHNSGPRRTSVLGVIVQLAADRDTRDAIQPSSSTVMSFVRLLDQAAATSTEDKELALGILSGITKNGSQARQVLAAGGA
YGIIISCMQTGSPRMKEEAAAVLTRLTDSVLDANSEQELARLGVMRLLRDTLETGSERAREHACANLANLSKRTPSLTQE
QSFFKRLLARLGLKQYRLCVVHPGKCNARASFCMVEAGVVPLLIGEIRGSNARNAERGMDALLTLVQDESFRIKGVDFLV
KNNAIAAAVSLVGRSSSLTEKAMVLLERIFKCRKYRDDTYSRIAKSSLSTTMTSGSIGARKSAAKALMHLGMMAKGSTYT
ATGESATVN                                                                       
>Smol_XP_002981589                                                              
MYSYKESAEEEPLQPFESFVCPLTKQIMKEPVMIQSELTYERSAIERWFKTCAEEGRSVTCPATGVLLASTEMRSNIMLR
HTIEEWCQRNARIRIHKALSQLSKSSSMKSLAGVEEALDSILKVCGDGPVTQYRLGKSHFTSSALEFWRKRLAGGSQVRT
KALYILQRIAADDIDSQECLVEAGVLKAAVRSLSSSHVYEVEGALKLLLEISKKPEFAKLIGKEKGALIHLLGISSNSSG
NASLSVLADRTLRNLEQIDSNVWEMAEAGRLEPLITRLCKGTDTTKIEMAEYLAEKIFVNSQKEFVARKAGKVLVHMLSA
NSMQKEAAIGALLNLSSLEENVPVLVKAGILPPVVEIILSVPTSSNRLRGNSKEKAATTLANVVAVAGSWETVQIDSEGN
LVQSEYFVHRLLGLLSSVGPDWNSKAPENSYWSRFITTSRR                                       
>Smol_XP_002981351                                                              
EQIRQEIEALLCDHREGRKASREKLDKLAGCLGITTKEQISEELNALEKDRGEAGRNKDKLEEEFIDQVISLFMQLAEDN
FDDGDVKGETQSQEVQIPADFRCPLSLELMYDPVIVASGQTYERAYIQHWLDQGNTRCPKTGKPLAHINLIPNYTVKALI
ASWCQTNDVPLPKVDAVKSTNWLPPTFSEAEEAREDTSVIPSGLDTDCEERSSDHGSSTGIVSGRRKDKDDVYEKRMPSG
PVMRVRSSSTYSSELSGEVEALGLSPSRNSPDHFPIFTRQMQSSKQKERKSYKSVYAGGDKVADAGIERLVQNLASTDLE
AQRSAASELRVMTKNSIEDRNRIAHAGGITPLIALLSSGDAQTQENAVTALLNLSLNEHNKAEIAEAGAIDPLIDVLKSG
TSDARENAAATLCSISVEDYKEKIGARGAIPLLVDLLRTGTPRGKKDAALALHNLSLFRENKVRIVAAGGVKPLINLICE
PRMGMVDRAVDVLVTLSSIPEGRMAIGEEGGIPPLVEVVEAGSPLAKERAAAALLQLCTNNPKYRRTTLQEGALPPLYIL
SQIGTSRAKEKVR                                                                   
>Smol_XP_002981080                                                              
MDDKAVSEHLVHEILCLIDALKAGVNEIGINKSLFLKSTLFLVEFKQLSLGQCPANALLKILDDITGLVRLTEQCCRRKS
RVFQIYKSQEISQRIRDIMLEFASHLELCSEVENMDQIMELRNRVTRATFSPDPRNGELATALSDAISHEDDELQSKVVD
DISRHLAASVSSLKEELLEDKRQLEVDGRVEELSELEKLVQLLDSAPSLESDSLALDDTFVSEDIPASYLCPITGQLMRE
PVLVEGGVTYEKSAIMEWINRGNTKCPVTNADLSSVNLVRNRSIENAIRQYVGRVNIEKLTRSIKKIKLERVHVEETLDT
IKNLIGLGSCFKRHVVALDGLEPLVAILKSSAGDQRAKILQILLAIGESGDDCKIHIAEVGAVPVVLRILTKCHGDCPDA
VSLLREISEVQQGKEVILAQPGSIIVIASAATVDSVEQKDHAMKLLENLCSNKSWVAIEAASTGVFDFLINNLHTGNEAV
KLEMAEAIATKLEFNDASSAALVSTGILVPLVGMLKSESLDSKMAATRSIQKLSSTVTNRDAIGDAGAIPLIAGLATMAV
RDLKVSALETLANLASTRECVPALATEENVPRLLEMVKDRDLQVQSSILKILHSLSRESKTVRLMVRQHAEVIRYLLDAS
SEHNSGPRRTSVLGVIVQLAADRDTRDAIQPSSSTVMSFVRLLDQAAATSTEDKELALGILSGITKNGSQARQVLAAGGA
YGIIISCMQTGSPRMKEDAAAVLTRLTDSELDANSEQELARLGVMRLLRDTLETGSERAREHACANLANLSKRTPSLTQE
QSFFKRLLARLGLKQYRLCVVHPGKCNARASFCMVEAGVVPLLIGEIRGSNARNAERGMDALLTLVQDESFRIKGVDFLV
KNNAIPAAVSLVGRSSSLTEKAMVLLERIFKCRKYRDDRYSRIAKSSLSTTMTSGSIGARKSAAKALMHLGMMAKGSTYT
ATGESAIVN                                                                       
>Smol_XP_002980965                                                              
MVDPVIVASGQTYERAYIQRWLEQGNFSCPKTRQPLPHDNLIPNYTVKALITSWCEANNVAPTTPEAAALEKNVGCARNA
ASGRYYRQTKSLGRASRFHSLLELDRRHNSFQDRVTRSGKTSQAFEQLITNLVTDLSSPFAGARKYAAAELRLLAKDDIQ
SRILVVEAGAVRPLIALLDDGDEQTQEIAVTALLNLSINDNNKAEISRAGAIDPLVRVLKAGSSAAVENAAATLFNLSVV
DNNKEVIGAAGAISPLVELLASGSPGGKKDAATALFNLSTSHDNKPRMVRAGAIRPLVELASQAATGMVDKAVAILANLS
TVPEGRVSIAEEGGIIALVQVVETGSLRGQENAAAALLHLCINSSKHRAMVLQEGAVPPLHALSLAGTPRGKDKVLHLSF
YAHRGIF                                                                         
>Smol_XP_002978658                                                              
MASKKRSHNFAAARTPAQIEKIVLSTVGSYILDQLLDSDRRAEHKKLCTEALVQHSDNEGGYVDYAEQAVLANLDWGIEA
VEEAIRTPHEETKSARLQHAEKMLQVCALLDVRSEIAGIPGTYLSAWGSLILSYVWKLRNDDRKAAVCVLDMFLVDPRSA
RLKFAPQLWDQLFQPHLTSIKGWYSLQRHRIKMAESDDVSYSFQSREEDGEEDLLTLEQKEQLEGVEGLYQASLDDHTRE
FAQYYKDWLTLTADSLKKRVPPLMPIAEPPMTPVHELAIFNRKNVENQSLKTYESCTLSSDNTQPEVENVKSNKADGSDE
VFNHISMETKSSPSTSLFASTPPKDFVCPITNQIFDDPVTLETGQTYERKAIKEWLSRGNVTCPMSRQPLIKVALPRTNY
ILKRLISDWKAESTQFSIKDSPQTTNNDYFPTSSGSLTDAGLTGLEKLKMSLETLSRLDNLTDCEAAVRTICRVWEEVHG
DEDVTVLLTEPRVIDGLMETICKSSSVEVQKEAVHILIELVHRDEHTRQTILTIDPGLQRMQKFLKEGLVNLKVLLLQLR
PFLPDIAMADFLPHLVAVIKQSRESTISDVFFQSSIKPKAAAVTMLEHVLSSMELERNSVNIKTLVSLTAVPALIESLNT
KDKKERVAAVSILLRCVRANEDARTFVSQADHLTLVLKVLHSADKAARARTIALLMELVRSYKKTSRLQILGLIKTEGCV
SSMHALLMHLQVAPLEQQILTAGLLMQLDLLGEPRKDSVYTEEAMDTLLKAIKNKDRLSLQVEAARTIICIVGRFSSSGK
PVLRSWLIKASKTKPTKNYQQDDWDKKVARALLDYENGTLLEVLAENVLDEALELATPCITIATWLLYMARELPETGLWI



QARKLLLPRYITLLQSDAHRVLAALALYSFLTDKASTQELVKSAAAVCKPLKSMKNESWISSKLYQTFITSPNVKAEEWK
HDEVMQADTSGNGESWKVAEENLLLLREATEHTKCVTSLAILPSKHRLYSGSLDKTIRVCKTVWSIEDDTLHCLHVFELN
GGVLSLVVTGSLACIILQGIPGIQVQYEENDARHISSHKNIQSVAASKGMIYCGCTDNSVHETDPSGTAMMCIQGGVRTL
LGKRPVNALQVFKGQIYTAGSFCDGMNVKVWNQADKSLVSALSIQSEVWLRARLAKVGSLAVGSKLNALAVDGDVLYSGS
GDGKIKVWTCL                                                                     
>Smol_XP_002978359                                                              
PTDFRCPLSLELMGDPVIIASGQTYERAYIQQWIDQGNTTCPKTRQILSHTNLIPNYTVKALITNWCEANSAPVPAPAKL
ASSSVLLKRLSKNTRSITDGALRVLIENSVEDLVSGNPELELAAAEELRLLAKYDTENRVLIAGAGAIPPLVDLITSKEK
KLQENAVTALLNLSINNANKSEIVAAGAVPPLVEVLKSGTSTARENSAAALFSLSVLDENKPVIGASGAIQPLVDLLVNG
SLRGQKDAATALFNLSVLSENKSRIVNAGAVKALVNLVRDPTSGMVDKAVAVLANLMTCPEGRVAIGDDGGIPALVEVVE
AGTARGKENAAAALLHLCTNSTRHRSMVLQEGAIPPLHALSQTGTPRAKEKVCDI                         
>Smol_XP_002976653                                                              
MLLVRDLIELAHQVSVHERPQACYRHCVSGIVRRVKLLGPFFEEIRDTNPPLPPSALLAFRSMHEFLAKCNLLVDSCSQS
SSITWAMVSSTETIQKFEVANEEMAAALEVIPLSLLEISDEIKEHVLLLKLQSARGWCKALDPGQELLKAELCDLMERGD
GPSSDVSLERLQKLFAGLGLKNWSDCKLELTGLLEELREKVASRDKVAYSTLRGLIRLVRSTARLLYRAGEEAFEETMAE
LDGFKERVGVLPDEFRCPISLELMRNPVTIATGQTYDKEHIQKWIAAGHFTCPTSGQKLIHLGLIPNYALRSLIFHWCDD
NNVSLELFDAGFPDDDISNSREALEIAKTTSAFLVGKLATGSIDVQRQVAYELRLLAKNGTENRICIAEAGAIPFLVPLL
ACNDSKTQENAVTALLNLSIYDNNKKLIMAANALDPILSVVEQGLSMEARQNAAAAIFSLSSTDEHRIRIGSRAVAIPAL
VTLLLEGSLQAKKDATSALFNLLLYPGNRARVVNAGAIEVLMAMLSKDGDVQDDALAVLALLGESNEGLKALSDDLLAIP
LLVNLLRTGSVKGKENSLSVLLALCKHGGDMIRDCLMVEQQTQQESRDMSSGSSSALLLESLQELIASGSPRARRKARSL
LKFLSVR                                                                         
>Smol_XP_002976432                                                              
MRLPVKNAEIPPYFRCPISFELMEDPVILSSGITYERSSIQKWLLDGNRACPVTRQALGSCELIPNSTLKQLIKSWSSSS
NEE                                                                             
>Smol_XP_002976407                                                              
MGLDEQEETLRKHHPEVPSHFKCPISLCLMADPVSVCTGITYDRSSIEKWFQEGRRTCPVTMQELHSHELIPNHTLQRII
HGWCAANRFQSGARGDREQPMDLREAQVLVAQLRIPRSRPEAVKRLIARSQEERSKKLLIRAGLAPVLVSSFSEDQGQEQ
DEEDSQAQILSLLPPLIANLDEPSRKELLSPRNLAAIARLLQRGDLHTRVSAAALIEELCCADKEARGAVGATAGIFEGL
VRLVGEDHSQRRHRPAIRGSLRAVLAVCPPLKNRVRLVETGVVAPLAELLVEADKVTTEAILAALECLCGCAEGRAAVAR
HALAVPAVARKLFKVSDMATEYAIDVLWAVCKYCPDEIVKRRMVEVGLFPKLFFFLQIGCNPRTKHKAGDLLKLLHRAYR
ECIDGSGSNNDGAGGDSGKNRNKEDNTCLLTAAA                                              
>Smol_XP_002976406                                                              
MGCVIVEVQDVSALNVGEMAVFSAAGQQRQTVHSPRTRSGELEGEEGGGRGIGTDDRRCPISLELMRDPVTLCTGITYER
KSIEKWIADGNSTCPATMQSMPSTDLVPNLTLRSLIHSFRSSLTKDGRQEEEGCEILGAVTIRRLCSSSIGLAQELRSVR
KSLIKQQQKMSPQLREDLMAAVMAVLESPSSSSEIVEEALGTILFLMPTTSSKNADDHDTLTRLARSSTAILLSRSSSTE
ARINAASIVEKLASADCDLKLQLGSSQPLLVALVGMLASESSTTGKGRRNSMPRAGLEAMRSLLELRRNRARLVALGAVH
RVIELLPELGSRSCTELGLSVLELLCRSAEGRDSFAGHELGMFAVAKKMFRVSTLATELAVSIIWSLCKFSSSEGLMRKR
AVDANTFERLLLLLHVDCSAATKQQVYELLKFLRQAYSEEPCIIAAPDQALPAAVVPIYPRF                  
>Smol_XP_002974135                                                              
MPGLKKMQVQNLQVPHYFRCPISLELMRDPVTVATGQTYDRSSIEKWVSDGNATCPATMQRLTDLTLIPNHTLRRLIQEW
CVANRSRGIERIPTPKQPADPQRVAALVRDVTRGTAGGTALQLLLPALRSLRALAKENDKNRGLMVEANAVSALIHHDQH
LGDSLDVEESSLAVLVLLPLKDSERRSIAQCRRRLGAVSRIVRRGRSMDARINAAVLVEKIASDAPEAAKLAMGQIPGLL
EGLVDLLRGDHSAVSPRAPKSGVKALFSLCLCSAASNSERAVSAGAAAALVEHLPAAQHGDADRTLGALELLCRTRAGRE
VVAQHALAVPALVAAIQCRSSFQAAECAAGTLLAVCSGSEEVQLAAAEAGVLTQLLLLIQSDCTDRAKRKAVELLKLLRR
WWAED                                                                           
>Smol_XP_002973889                                                              
MGTAALEPPLGHHQQQQQQQSLVRPQSLQIPGAASKILVPEEFRCPISGEAMADPVIVASGQSYERACIQEWLAQGRSDC
FKTKAKLEHTFLIPNVALKAAILNWSAVSGISSPEVVSSSRATDLVARKIVEERNAAVAAAVAADGDGDGDGGGGQGHDR
VAVSSARYVHSATGASLRTDMVECGRSSVPHPLDTNPRSLEEDERSCATMDPRLVPDLVRRLSSSSSRGSKDQMLAASQV
RQLAREGTFNRRTLCQADLLEALVALLQSPHKPLVIHSLAAILNLSLEVDNKLMIVRAGATPHLVHALRSNQAEIQEHAA
GAIFSLALHEDNRLAIGVLGAIPPLIEILRPKRPRQQQPPSPRAQQDASMALYHLSLAQLNRGKMVKAGLVPILLSIAEE
QGGGARHREEQGAGIQSSHDLASRCMCILSCLAASSDGRTALLEINGVRRLFALLRNERRNSPPSQGGDGDHDERELKEH
VVAVLVHLSNHNIRFKPLAAEARGVEALVALVDSGAATSRAKEKIVTLLSILKDPPSGVNSPSFTSLGEPFFPRSYGGRR
HGLGGGKAESSHF                                                                   
>Smol_XP_002973199                                                              
MLLVRDLIELAHQVSVHERPQACYRHCVSGIVRRVKLLGPFFEEIRDANPPLPPSAVLAFRSMHEFLAKCNLLVDSCSQS
SSRTWAMVSSTETIQKFEVANEEMAAALEVIPLSLLEISDEIKEHVLLLKLQSARGWCKALDPGQELLKAELCDLMERGD
GPSSDVSLERLQKLFAGLGLKNWSDCKLELTGLLEELREKVASRDKVAYSTLRGLIRLVRSTARLLYGAGEEAFEETMAE
LDGFKERVGVLPDEFRCPISLELMRNPVTIATGQTYDKEHIQKWIAAGHFTCPTSGQKLIHLGLIPNYALRSLIFHWCDD
NNVSLELFDAGFPDDDISNSREALEIAKTTSAFLVGKLATGSIDVQRQVAYELRLLAKNGTGNRICIAEAGAIPFLVPLL
ACNDSKTQENAVTALLNLSIYDNNKKLIMAANALDPILSVVEQGLSMEARQNAAAAIFSLSSTDEHRIRIGSRAVAIPAL
VTLLLEGSLQAKKDATSALFNLLLYPGNRARVVNAGAIEVLVAMLSKDGDVQDDALAVLALLGESNEGLKALSDDLLAIP



LLVNLLRTGSVKGKENSLSVLLALCKHGGDMIRDCLMVEQQTQQESRDMSSGSSSALLLESLQELIASGSPRARRKARSL
LKFLSVR                                                                         
>Smol_XP_002972675                                                              
MTMLPLFDASIENVLLSSVSRYALDALIDPSQRRRQREAERRWILDRQQQQQGQDREVRYADQAVLANLGWGIDALEEAI
QTGNVETKIARLDYAEKMLQVCALLDRGSDTAGISNAYLAASAHMNLALVWKLRSDDRRAAENLLEMFIAEPFQSRVDFA
PGLWEALFQRHLTGISSWYSEQRAKLLAAPSSQDHATLGHGGDYSVDFPSYSRDDFFAVSTDEVALNNLLSAVTPEQAAQ
LQVLEELYQNTLDDHTRQYAKFYRDCLRLPSSQLKVVKPLLPTAEPPATDEVFQPLKAQLEVIQEHESDEERDGDNELVN
DTETQLSFSRQIKDHKSSEDKKQPASATSSNGASLSRSSSFDKMSERSHEHAHPMSRSSSISAEFSRPGAQQKTSRSCSF
NRSELDTSERSLERRSSLNHVEHLNSISRDGDIYDEERSVTSETDAYERRMVRPPKDFVCPITNQLFDDPVTLETGQTYE
RTAIREWLERGNTTCPITRQLLKNRALPSTNYVLKRLVENWKEIHGAGNSMESFYDENQELWQDLENEDALLRSSPSSVI
SSSSRQSQAHKKHMKGDASAVEGFMHELKPAVERLCVSEDLQECEQAVMTIAAVWEKCCGDFRVEASLTKASVIEGLVEV
LSVSVAQEVQVAAARILSALVASDEFTRHTIVRADPELESIVRLLKNEVAQGAVLLHQLKLSANEMNALDIVADLVKILR
KGLDGVQGQGDKLCSPKAAAVGLLQQLVSTSPERPHSSAHLLLALEAVPILIENLKAKDIDERLSTISVLLCCMEADGRC
RNLISRTAQLGPVVEILVRGSGSARELATFFFLELAHSNRRETNNKVLTTVKNEGILSTMHVLFVACQKAPIEHKHTIAV
LMLQLEILGQRRQQSIYKEEALDAIVAALSRESPFDCQVETAEALVALVGRFSYAGTPLTEAWLLKLAGLEQPYELLTNE
DPQQEREAAEEKAANLWELNAARVFLEFEGGAILEALGAMLQSKNLELWKPCMIFAVWLSFVVKKLPSSGLRPYFRRYFL
APFVVALESAKNVQQKVLAALGLHTFLDDPESMQELIGYAKDVVKPLRQLKKVTWIAQEFSEAFIKCTSLNPMELWQHSE
VGQLDVTRSGEVRCLARSKGRLFSGHSDGSIQVWETKKKVPTLLLVLTDHSKAVTSLALSSSSNRLYSASLDRTVRVWAI
SPESVLCMNVLDFKEAVGALAISGSTIVTATAQGNGIKVQAETNSSKQLNSGKHVQCLAVSNGNVYCGCTDTSIQEVDLE
ENSVVTIQPGTRSLLGKKPVYAIQIFKSEIFSAGAVVEGAAVKVWDQTDYSLKRSLPTNLEIRSIAVHDDFLYLGSSSGI
IEVWLRERNTRVSVLNIGSKVNALLPDGDVVYSASEDGKIRIISF                                   
>Smol_XP_002971622                                                              
MAEQQQRGSAEELIKVVNAVAWIGGRTKLYKRECSQLVRRLRLMLPLLEEIRELKHHSLPDDAVNGLLTATLKAKQLVSL
CQAGPKLYLVLERETLTKRFLEIARLLAGSLDHLSLEKLDVSDEVCEQVQLLHSQLKRAKICANTLEARLHDDLLSVISG
TPEEVDQSALRRLAEGLNLKTSAEVRKESQAFHKVKGENGIDERVKRALQLLSSIQTPDNTAAPEDLSSQMARTDASTLA
VIPDDFRCPISLELMKDPVIVATGQVRFHTYERASIQKWLDTGHKTCPKTQQVLPHQVLTSNFVLKSLISQWCESNGVDV
PQRMGTSRKSCAAENSSFPERATIDGLVQKLASGQPDLQRAAAGEIRLLAKKSAENRDCIAEAGALRHLVNLLATKDLRT
QEHAVTALLNLSINDNNKGPIVMLGAIDPIVEVLKSGSMEARENAAATLFSLSVVDENKITIGASGAIPALVELLRDGSA
RGKKDAATALFNLSIYQSNKARAVRSGVVPHLMDLLVNQSMAMVDESLTILAILATHPEGRLAIGQSGAVPVLVELIKTG
SPRNRENAAALLYALGVNDSSHLVAALELGAAEALAELAQNGTARARRKANALLELSSKHQHQQQHHRCS          
>Smol_XP_002971115                                                              
MLRGGIGNAVLAPISEVLARLVVQVTDTAMAAKDVLIERESFSELGSYLEKILPVLRELHDKNVRDTPPMRVSLESLERE
MKKAQELIKLCGSKSRIYLLLHCRTLVKQVQDITHEIGRCLSLIPLASMNISVDSREVTSKLLVDMQSAQFRAAAADEEL
VEKIELGIRDQRTDSAFANDLLLQIARSVGVPQNTLALAQELEEFKKEKEEAELRKNRAEAYQLEQIIGLLSAANVKNGG
SGEFHRVTGSNWQYMPFYCQLTRALMEDPVEIASGQTFERSAIEKWFRDGNTVCPVTGVELDSFELKPNHSLRSAIEESR
DRSTRYNIEACGRKIKSQEDTEVQAGLWELHRLSEERPRNPTWIAEAGLLPVIVSLLESRQRATRMKALAALSSLAAGNE
NKERIMDAGALPLTVRSLSRDGEERKEAVKLLLELSKVPRICDQIGKAQGCILLLATLRNEIESAVQDATALLDALSNNS
QNVVQMAEANYFRPLAVRLAEGSDKDKILMASAIARMGLTDQGKATLAQDGAIGPLVKMISLGNLEAKSAALGALQNLST
LPDNRDEMIAAGVVPSLLRLLCSVTSSLVTLKEQAAATFANLASSPANTSKSNEVLESEDTLVQLLSLLNLAGPEIQGHL
LRALYGIATSRDAAEARNILRAADAIQLLLPFCENSDSGVRVYALKLLFCLSGDGSGREISEFLGPTSFKTLVDVLSATW
SSDEEKAAAVGILGNLPSTDNQVIERLLQAGALPPTLNLLDGVVRGTRAMPKSVQDSVVENSVAVLLHFTRPAREDLQRL
AADHGAVSRLVDVLSAGSPLARARAATGLAQFSESSRRLSTPVARSSAGLFSCFFRPRETGCELHQGHCSERGSFCMLEA
KAVAPLIQCLEASEAQVQEAALTALATLLHDEIWQKGVKVIADARGIRSLVRVITFGTPEAKEKALWMLEKVFRIERYRN
EFGSSAQMPLIELTSRGNSVTRPMAARILAHLQVLHSQSSYF                                      
>Smol_XP_002970194                                                              
PTDFRCPLSLELMGDPVIIASGQTYERAYIQQWIDQGNTTCPKTRQILSHTNLIPNYTVKALITNWCEANSAPVPAPAKL
SSSSNSVEDLVSGNPELELAAAEELRLLAKYDTENRVLIAGAGAIPLLVDLITSKEKKLQENAVTALLNLSINNANKSEI
VAAGAVAPLVEVLKSGTSTARENSAAALFSLSVLDENKPVIGASGAIQPLVDLLVNGSLRGQKDAATALFNLSVLSENKS
RIVNAGAVKALVNLVRDPTSGMVDKAVAVLANLMTCPEGRVAIGDDGGIPALVEVVEAGTARGKENAAAALLHLCTNSTR
HRSMVLQEGAIPPLHALSQTGTPRAKEKVRDI                                                
>Smol_XP_002969804                                                              
METSSQGIPAPPEDFRCPISLEVMAEPVILWTGQTYDRQSIQRWLDSGHTTCPKTKQELHDDTRLIPNYALRSLIQSWAA
ANSVE                                                                           
>Smol_XP_002969740                                                              
MENGTLLVDIALSIRMIIHMCESAKSQQGNCLALAAQLRLLKQLFDELRQSKFPLSDATIEAFGSLQSALQGAKEVLGQC
SKGSKIYSFLKSPQCVDQFQELSAEIETILSASRLALPRVSKQVQCMAENCVLELRKASYSKDVLEEQIRQEIEALLCDH
REGRKASREKLDKLAGCLGITTKEQISEELNALEKDRGEAGRNKDKLEEEFIDQVISLFMQLAEDNFDDGNVKGETQSQE
VQIPADFRCPLSLELMYDPVIVASGQTYERAYIQHWLDQGNTRCPKTGKPLAHINLIPNYTVKALIASWCQTNDVPLPKV
DAVKSTNWLPPTFSEAEEAREDTSVIPSGLDTDCEERSSDHGSSTGIVSGRRKDKDDVYEKRMPSGPVMRVRSSSTYSSE
LSGEVEALGLSPSRNSPDHFPIFTRQMQSSKQKERKSYKSVYAGGDKVADAGIERLVQNLASTDLEVQRSAASELRVMTK
NSIEDRNRIAHAGGITPLIALLSSGDAQTQENAVTALLNLSLNEHNKAEIAEAGAIDPLIDVLKSGTSDARENAAATLCS
ISVEDYKEKIGARGAIPPLVDLLRTGTPRGKKDAALALHNLSLFRENKVRIVAAGGVKPLINLICEPRMGMVDRAVDVLV



TLSSIPEGRMAIGEEGGIPPLVEVVEAGSPLAKERAAAALLQLCTNNPKYRRTTLQEGALPPLYILSQIGTSRAKEKAAG
ILRLFREQRQASMSRRNRHM                                                            
>Smol_XP_002969174                                                              
MGTAALEPPLGHHQQQQQQQSLVRPQSLQIPGAASKILVPEEFRCPISGEAMADPVIVASGQSYERACIQEWLAQGRSDC
FKTKAKLEHTFLIPNVALKAAILNWSAVSGISSPEVVSSSRATDLVARKIVEEKNTAVAVAVAADGDGDGDGGGGQGHDR
VALSSVRSSVPHPLDTNPRSLEEEDERSCATMDPRLVPDLVRRLSSSSSAGSKDQTLAASQVRQLAREGTFNRRTLCQAD
LLEALVALLQSRHKPLVIHSLAAILNLSLEVDNKLMIVRAGATPHLVHALRSSQAEIQEHAAGAIFSLALHEDNRLAIGV
LGAIPPLIEILRPKRPRQQQPPSPRAQQDASMALYHLSLAQLNRGKMVKAGLVPILLSIAEEQGGGARHREEQGAGIQSS
HDLASRCMCILSCLAASSDGRTALLEINGVRRLFALLRNERRNSPPSQGGDGDHDERELKEHVVAALVHLSNHNIRFKPL
AAEAGGVEALVALVDSGAATSRAKEKIVTLLSILKDPPSGVNSPSFTSVGEPFFPRSYGGRRHGLGGGKAESSHF     
>Smol_XP_002968976                                                              
MAEVILQLLFQSLLDIVNDISMYREYIKSHRKESVSLARRIKLLGPLFEEVRDLKEPLPEGALASFQALKSALEFSKQLL
LQCHSGSKLYLVLEGEAVSSAFCSAVVNLGQALDELPYNSLFLSDEVVLVHSQLRRAKGRQSSLDSQLSEDAVTVLGGNR
DSCKLALERLAGKLRLRTMSELQQESQALQAMFAGTKRDENIDKVYALLGKLQELALSKNPEAAMDFQCPISLELMKDPV
IVATGQTYERASIQKWLDAGHKTCPKTRQPLTHLVLTPNYVLRSLIAHWCETHGLEPPKGYGSSRPSGKLSSSHGIDVPH
ATDLVVVEALVQRLATGQLEEKRAAAGELRLLAKRSIENRISIAEAGGIPLLVELLSTQDKRTQEHAVTALLNLSIHDQN
KGLIVLAGAIEPIVEVLRGGSMEARENAAATLFSLSVADENKVTIGASGAIPTLVDLFNSGSLRGKKDAATALFNLSIYQ
GNKARAVRAGIVPALMRELLDTRAGMVDESLAILAILVTHHEGRVAVGNESPVPVLVELISSGSARTKENAAAVLLALCS
NDSAHVVAAHQLGAYLPLAELAVNGTMRARRKAGSLLEHLCKQDEMAEVDNVL                           
>Smol_XP_002968838                                                              
MPGLKKMQVQNLQVPHYFRCPISLELMRDPVTVATGQTYDRSSIEKWVSDGNATCPATMQRLTDLTLIPNHTLRRLIQEW
CVANRSRGIERIPTPKQPADPQRVAALVRDVTRGTAGGTALQLLLPALRSLRALAKENDKNRGLMESSLAVLVLLPLKDS
ERRSIAQCRRRLGAVSRIVRRGRSMDARINAAVLVEKIASDAPEAAKLAMGQIPGLLEGLVDLLRGDHSAVSPRAPKSGV
KALFSLCLCSAASNSERAVSAGAAAALVEHLPAAQHGDADRTLGALELLCRTRAGREVVAQHALAVPALVAAIQCRSSFQ
AAECAAGTLLAVCSGSEEVQLAAAEAGVLTQLLLLIQSDCTDRAKRKAVELLKLLRRWWAEDPCLAELDRTDVVAF    
>Smol_XP_002964869                                                              
MLPGRFGGVVLAPVSELLARVLVQIAETVVAAKDVLIEKESFSQLARYLEKIRPLLVELQDKIADDVPPLRKSLETLSKE
MRKSQELIAHCSSKSKIYLLINCRSIVSQVQGITQEIGRCLSLVPMASMNLSADTRQNAMGLLQDMQSAQFKATLAGEEI
VGMIENGVRTRRLDSNFSNDLLLQIAHAVGVPVNPVALRQELLQFKKEKEEIELHKDQAEAYQLEQIIGILNAADAATTA
AEKESTYRRKKSFGGIHALPPLQTFCCPITQEVMEDPVEIASGQIFERSAISKWFSAGKRTCPTTKVELDSLEVKPNFAL
RQSIEEWKERNVIIGIGVARSKILSDNQDDIHSGLRDLQKLSEEKSLHRYWIASERLIPEIVRLLKDGGRDTRRRALETL
CSLAKSDEIKEEITAESAIPIIARSLARDVGESRQAVALLLELSKIPTSLEQIGKAQGCILLLVAMLRSENSSAVEDARQ
LLANLSGTDANVIQMAEANHFGPLISRLDEGSDATKILMATALSEMSLTDESKATLGKTGAIQPLASMLSSGKPEFQQPA
LGALASLSTYPSNREAMIAANVLPPLLQLLFSIASVVMALKVQAAATIANISSWDGSVAGDQGDVVDKFRILQSEDTVAR
LLAMLKLTDPSVQAHILYGLVAMCSRSSAKTLRLSLRHAGAMALLISLFLEAEDQEVRTGSLKLVFWISRDTTGKDLASH
VDSPCMEALVKFITSSQDAGASSAALGIIGILPQADAQVMRLLQQARVLPAAIDALSEALSRISTKEPYNTLLENVAGAL
LLFTNPSNVEVQTQAAGVIPSLVRLLEVGTPLARSRAATALGQFSENSGKLSSRAPASRGCCSLFGPRRDLGCPVHGGKC
SVRSSFCLVEAWAIAPLVQTLGNEDGLVHEAALGALTTLLYDDTWENGVHVIAQAQGVRPVVRLLTSGSAGAKEKAVWML
EKFFRFREYQEEYGRAAQMPLIDLTQRGSASTRQLAAKILAHLNVLHDQSSYF                           
>Smol_XP_002964462                                                              
MFDNVVKRHHGRSSGNYHESRQRRRYEDPYEAFLCPLTGRVMSDPVTIVETGKTYERKAIEAFFANCQDNKKPAICPQTS
KKLQSLDLKASIAIRNAIEEWHARNESTRIENAVPMLDAGSPEADMIEAMEDIQELCRRNRHIKAKVRNEGLIPILVDRL
KNGEEVRCKALQTLRVLAEDDDDIKEAIGQTTAVWSAVKCLSRELSREREEAVSLLLELSKSYTLCEKIGASSGAILILV
GMTSSKSENVLSAQRADDTLNNLEMCDANVRQMAENGRLKPLITRLLEGPDELRIQMASYIADIALNSEGKERLAESGSN
VLIEMLESNKAGYREVSLKALRALSTLDSNGCLLIKAGILPPLLRDLFMSGISQVPKLKEVAATVLANVVNSCTDWEDVA
VDNEGNTLTSEQYVHNLLLLISNTGPAIGAKLLQVLLGLASSPRGVSDVVSHIKSAGALVTLIQFLEAQQKELLVTSVRL
LSCLSPYMGQDLADGLRITTRQLGTLVKLLGQSGVNVEMAAAAGLLANLPVTDYNLTRALMEEGVVSILLSRINDLKRGV
VRIGAGKYVGPFQSGLVTILARFTYDLDDPDMLNIATDNNLCTLFTSLLQTVSLDEVQRWSAIALENMSMKSKHLSEVPE
PPAQAGGWFSCFKKPSRQPAAGLCPVHSGRCSAKSTFCLVEAGAVDPLVACLEHRDTDIVEATLQALSTLIQEPCDVERG
VQVLSNAGAIPPVMAILQEHRTEGLRERSVWILERVLRSAEAAQTIAGSGDVHSSLVDAFRHGNYRSRQLAEKSLKHLNR
IPNFSGVFQPVGRR                                                                  
>Smol_XP_002964116                                                              
MAIPKAERSLQEIEDLMLRRVLQLTLSPPADASNAPSSNLVFLEQIAAELMSEDRPMLLSRDLIERALMDRLTTYFHARE
EPLLYLIACYRRAVDEGRKSQAMKDKKSMVWIQETLNQVKELVVSYAGISIIHPGTFPQQELQRNSSKPLSPLLAAMMDE
SPSSESSGYSGSNLPQGFIEQTIARFQGEELDAIFHGVFIGLRDSVMRLSALGPFQKPLGILVTLVSYPALARALVRHPN
FHVRGSNVNGRIFELETILGPFFHIAAVPDLVAFVKGEPDIGRQCFSDASSRRPADILSSCSAIKSCLHHLQDGLHEIVL
KLLRSVDTREQVLGFLGDFIEKNAGRAQIQVNPLVNGSTGSFVNLSAVMLKLCDPFLDPPFTKMDKIDLNYVLKNVRVNF
SNLTAIHATSEELSRWVDKRNYARIEGFRQAQAQREQEELMRLQSQGASASVVQASVSGQGSFSFICECFFLTARSLNIG
PLKAVSDFKTLLQDLSRQKDSLEALKAMQGPGAPADLENTIKNTENNIEQLTQDRYCYEAQFLRDLQLLQECVRFYRLMI
VWLVSLVGGFRVPLPAPCPMEFASMPEHFVEDSLEMLLFTARVPKGLEGVPLDEFMSFIVMFMSSPLYVKNPYLRAKMVE
VLNAWMPSKNHYAPALSSSLTTLFEGHQLAMDHLVPDLLKLYVDIEFTGSHTQFYDKFNIRHNIAELLEYLWLVPCHHNA
WKRIAVTEERGFYLRYLNLLINDSIFLLDESLKKIPELKEMEAERSNVPEWERRPPQERQERLRLFHQIEQHVRSDMILA



NENVKMLQYTSSEITTPFLLPEMVERIASMLNYFLLQLVITQRKALRIRDPEKYEFRPKELLCQIVEIYANLARGDIHGE
FSKAISLDGRSYRDELFKEAIDAIHMINQLPPKTMQDFVLLGEKVKKAVSEAQDTEALLGDVPEEFLDPIQYTLMKDPVI
LPSSKTTIDRATIQRHLLSDQTDPFNRSLLTADMLVPNVELKARIEEFLRNARKN                         
>Smol_XP_002963754                                                              
MVEELLSTLACENSALLQTDDEAIPSFDAFECPLTKQVMKDPVVLESEHTYERHAIEEWFRTCREQHKEPTCPVSGRVLS
TTELHSNLVLRKTIEEWYQRNVASRMQSVVDRLTAVELMQDVDGALDEILRLFNENPMNKWKIKSANLIPKIAKIWSLEG
AAYFRSKALEVLDRMAVDDADNQHIIVKEGFLRFSVRSLGSKEDEEKANAARLLYHLSTSSLEVCEVLGTEKGAVIHLAG
LLASKDQDLSQLAEKTLRNLEQVESNVLEMAEAGRIQPLLARLCEGPQETRIKMASYLAKRHLVKSQVKLVAQSATRSLI
AMLPGTLEAKEASLGVFLMLSSLADNKSLLIEAGILPPLLDIMFSIHSSVNNRALKLKECAAEVVSKLVSSRGSWENASI
DAEGTPLHSEFVVHNLLGLMAHARPDWKHTLLQILTGMASSPDAGEEACEHIRSGHGVRICAVLLSETSVDSHRLHALRL
LAVIAPRLGPDIVREFHGTEMAARLQALLRSTNTEERAAAAFVLGAIPMTEKEVSQHLDPELLEWTLTTLAGLKDSKRGR
SHTRLLSETIEGLLGILLHFLRSNALSPPSTLRQHDVMTLLVNELDRQGEFVIKHRAAMGIKCLSNMAASLCRKPELPPT
TCFCFRSRPGKLSCSIHPGVCDPADSVCMVEARAIVPVLELLEEEDQGVQLAAMEALSTLLADSSNLRGAVEELGRVEGL
QKILELFYGLQKGELQDRTAWVVERIVRVDDLAKSLSVDTKLFKALVEAFKFGSATTKALAQDALTNLKQLSGVSAGVRR
KK                                                                              
>Smol_XP_002963203                                                              
MYSYKESAEEEPLQPFESFVCPLTKQIMKDPVMIQSELTYERSAIERWFKTCAEEGRSVTCPATGVLLASTEMRSNIMLR
HTIEEWCQRNARIRIHKALSQLSKSSSMKSLAGVEEALDSILKVCGDGPVTQYRLGKSHFTSSVLEFWRKRVAGGSQVRT
KALYILQRIAADDIDSQECLVEAGVLKAAVRSLSSSHVYEVEGALKLLLEISKKPEFAKLIGKEKGALIHLLGISSNSSG
NASLSVLADRTLRNLEQIDSNVWEMAEAGRLEPLITRLCKGTDTTKIEMAEYLAEKIFVNSQKEFVARKAGKVLVHMLSA
NSMQKEAAIGALLNLSSLEENVPVLVKAGILLPVVEIILSVPTSSNRLRGNSKEQAATTLANVVAVAGSWETVQIDSEGN
LVQSEYFVHRLLGLLSSVGPDWNSKLLKILIGVASSPQAADNAVKHVVTGNGIAIILTLLQTSDDAHRQHLLSLLSVLSV
RAGREISQAIAETRHLQSLKEIVKLKNAEESIFAASIIANIPLTEHETINFLGLEMISWSLATIEELKTRRMGSARVTSS
MLEALLGVLLHFTRCRDSQAIDAMKQSKLFSQFKQVLQLHQGRAWVAKQRAATGLGYLSERGLILSPEVMASSSFRRKNN
WMDNLFSCFSSKNSSLDQAILADSVCSIHKRRCDPDANFCLREAGAIGLLVELLEEDEEQASVQIAAVEALSTLVSSDSL
VEAGVREISRARGVAAFMKWFQTQRSGEAQEKGAFLVERILRVEEHARLYSLDQGLIRALVEVFKHGRNGARKNAEAALA
HTDMLSVVSGKSSKNRR                                                               
>Smol_XP_002961796                                                              
MLPGRFGGVVLAPVSELLARVLVQIAETVVAAKDVLIEKESFSQLARYLEKIRPLLVELQDKNLADDVPPLRKSLETLGK
EMRKSQELIAHCSSKSKIYLLINCRSIVSQVQGITQEIGRCLSLVPMASMNLSADTRQNAMGLLQDMQSAQFKATLAGEE
IVGMIENGVRTRRLDSNFSNDLLLQIAHAVGVPENPVALRQELLQFKKEKEEIELHKDQAEAYQLEQIIGILNAADAATT
AAEKESTYRRKKSFGGIHALPPLQTFCCPITQEVMEDPVEIASGQIFERSAISKWFSAGKRTCPTTKVELDSLEVKPNFA
LRQSIEEWKERNVIIGIGVARSKILSDNQDDIHSGLRDLQKLSEEKSLHRYWIASERLIPEIVRLLKGGGRDTRRRALET
LCSLAKSDEIKEEITAESAIPIIARSLARDVGESRQAVALLLELSKIPTSLEQIGKAQGCILLLVAMLRSENSSAVEDAR
QLLANLSGTDANVIQMAEANHFGPLISRLDEGSDATKILMATALSDMSLTDESKATLGKTGAIQPLASMLSSGKPEFQQP
ALGALASLSTYPSNREAMIAANVLPPLLQLLFSIASVVMALKVQAAATIANISSWDGSVAGDQGDVVDKFRILQSEDTVA
RLLAMLKLTDPSVQAHILYGLVAMCSRSSAKTLRLSLRHAGAMELLISLFLEAEDQEVRTGSLKLVFWISRDTTGKDLAS
HVDSPRMEALVKFITSSQDAGASSAALGIIGILPQADAQVMRLLQQAGVLPAAIDALSEALSRISTKEPYNTLLENAAGA
LLLFTNPSNVEVQTQAAGVIPSLVRLLEIGTPLAKSRAATALGQFSENSGKLSSRAPASRGCCSLFGPRRDLGCPVHGGK
CSVRSSFCLVEAWAIAPLVQTLGNEDGLVHEAALGALTTLLYDDTWENGVHVIAQAHGVRPVVRLLTSGSPGAKEKAVWM
LEKFFRFREYQEEYGRAAQMPLIDLTQRGSASTRQLAAKILAHLNVLHDQSSYF                          
>Smol_XP_002961116                                                              
MFCAISGLTPEEPVISKRSGLLFERRLIEKHLAENGTCPVTGESLTEEDLLPVKTNKAVKPRPVTATSIPGMLGMFQNEW
DAVVLSNYHLEQQLNNARQELSHALYQHDAACRVIARLKTERDDARTLLAQAELQRPAALPEADAVTSNGKREAELEQLP
PAKTLKQGISDEMIAELTQCNADLSSLRKKRQIPPTLVKAENLEQYSVISSHPLHKTSRPGILSIDIHHQKDVILTGGND
GNAIVFDRSSGEIVASLVGHSKKVTSVKFVARDDLVLTASADKTVKIWQGGEEGAYSCKQTLKEHSAEIRAITVHPTNRF
FVTASDDKTWAFYDLNSGTCTTQVTDAAVQDGYTAASFHPDGLILGTGTAESLVRIWDVKSQNNVAKFEGHSGPVTELSF
SENGYFLATAASDGVKVWDLRKLKNFRSFSPYDPSTPTSTVQFDHSGSYLALAGSDIRVFQTGSVKQEWNLVKTFPDLSG
SNKVTCVRFGPDASFLAVGSTDRHLRILGAPVTTTDA                                           
>Smol_XP_002960123                                                              
MSAKIVSAAKQAELLKEQGNLYFKKERLSAAIDAYTEAITLCPDVPVYWTNRALCYQRKGDWERVEADCSKALELDKASV
KAHYMLGLALLNSQHYAEAIKQLEKALDLGGGANPAAYMVEQIWQELSKARYTQWEVATAARRAKQKEIRYSAETPMEDD
DIVESDESEWKAISRLREIYQEKLRTIADIFNKAAESDIPSEIPEHLCCKITMDVFRDPVITPSGVSYERAVLLEHLRKV
GKFDPWTRAPLEPEQIVSNLALKEAVQAYMLDHGWAYKPYY                                       
>Smol_XP_002991626                                                              
MDQTDLHPVPPPEFVCPISLELMRDPVTACTGVTYDRSSINKWLERGQDCCPATMQPLHQNHSLVPNNALRSLIHQWCES
HSTTSDLFRSSTSPIDRPHILLLLDRIQKDPANVDALSKLKSKARESTKNSRAIVDAGAVTVLSGVLSAPYPQDARDPPD
KAWLQPIEEAIAILAYLPASYNSRRALISPKPLRSISWILCMGSPPGMMSAIAVLDGLASDKGAQIAIGSTAGVIDGLVA
ILRRNGNQVLVNSSLRALLGICLPLRNRARAARTGAVAALVELLPDTSGGVAEHILIVLELLCGCAEGRAAIDDHALAIP
AIVKKILRVSDSATANAVGILWAVCRDSGRSSAAMRERTGGLGLFGKLLLLLRRDVSPGTRHKVIDILDKVYNARMDLSS
PPPPASL                                                                         
>Smol_XP_002991386                                                              



MAKLDVDSSSTADREDDSCEGPSRPPPQTRRKSLQELSLLSQRTFKEYEYAELEAATKNFSLDLKLGEGGYGLVFKGKLH
GRDVAIKVLKKEGFQRTQEFQHEVELLGRIQHPHMVVLLGCCSHRGCLVYEFMANGSLDDRLFCKNGTPPLPWYARFRIA
AEVASALYFLHNLGPEPVVHRDLKPANILLDHNNVSKVGDVGLAKLVPERLAAINSTYFRDTTPVGTFAYIDPEYQRTGL
FGPKSDVYALGIVILQLLTGRGPVGVHAIVEEAIECGNFSSVLDSSAGDWPVGKAEEVACLALQCAEMRRRQRPMLETVL
PMLDGARNYAENCAAIHATNRALAGDPKAVPPSIFLCPIFREVMQEPVVAADGYTYEYEAIRQWFQAHDTSPLTNLRLEH
KQLTPHHALNKLITEWKTRAKV                                                          
>Smol_XP_002991371                                                              
MAISPVLDIQLPRVPTLFRCPISLELMKDPVTLSTGLTYDRSSIEKWFDDGHHTCPGTMQLVKVRDLVPNHTLRRLIQEW
CVANKSRGIERIPTPKQPLDDEQASHLVRQISSAELSGRAKSRLLRNLRASCKESEKNRKCIAGAGAIPALSSLVSSFQP
RISFDRPSNLEDLQCCEDAVAVLVILLPLEIESLRKSIINPSLLAVLSWILHRRNTEGQINAARLLELVATDDESKSMVG
ATERLIPGLVKLVKEDSAYPRAVRASLTALLAIVSCRKNLVKAVQGGVVPPLIELLSEASRLNTERALAVLEFVARCAEG
REALMDHSLSVPMLVKIILTVSDLASERAVGILLLMCQADDSVVQAAASEGAFTQMILLIQADNTSETNHRARQFLKLLR
GAVPRECMHDFAFTMPF                                                               
>Smol_XP_002990024                                                              
MAEVILQLLFQSLLDIVNDISMYREYIKSHRKESVSLARRIKLLGPLFEEVRDLKEPLPEGALASFQALKSALEFSKQLL
LQCHSGSKLYLVLEGEAVSSAFCSAVVNLGQALDELPYNSLFLSDEWLTNCCCNVQVVLVHSQLRRAKGRQSSLDSQLSE
DAVTVLGGNRDSCKLALERLAGKLRLRTMSELQQESQALQAMFAGTKRDENIDKVYALLGKLQELALSKNPEAAMVETPE
APAEKPAPPAIPEDFQCPISLELMKDPVIVATGQTYERASIQKWLDAGHKTCPKTRQPLTHLVLTPNYVLRSLIAHWCET
HGLEPPKGYGSSRPSGKLSSSHGIDVPHATDLVVVEALVQRLATGQLEEKRAAAGELRLLAKRSIENRISIAEAGGIPLL
VELLSTQDKRTQEHAVTALLNLSIHDQNKGLIVLAGAIEPIVEVLRGGSMEARENAAATLFSLSVADENKVTIGASGAIP
TLVDLFNSGSLRGKKDAATALFNLSIYQGNKARAVRAGIVPALMRELLDTRAGMVDESLAILAILVTHHEGRVAVGNESP
VPVLVELISSGSARTKENAAAVLLALCSNDSAHVVAAHQLGAYLPLAELAVNGTMRARRKAGSLLEHLCKQDEMAEVDNV
L                                                                               
>Smol_XP_002989031                                                              
KYTQFTFEELRDITDNFSENNKIGEGSYGHVYKGTLHRTNVAVKVLRHDSWQGPQEFEQEVEVLSRLHHPHIVLLLGGNP
EKKCLVYEYLENGSLEDRLFCKDDSPPISCLTRYQIAVEVGTALLFLHKAKPQPIVLRDLKPSNILLDKNYNSKISDVGL
ARFMPGDATSVRSTSPVGTFAYIDPEYQREGSFNAKSDVFAFGIILLQLLTATSPVGIIHKVSTAVDQGHLMEILDTSAG
EWPLAAATQLACIGLNCAEVQRKNRPELENVLQMLETMNHLFRSEERPKSAAPTLFLCPILQEVMEYPVIASDGYTYEYD
AIIRWLQKSDASPMTNLRLENKNLTPNRVVRSAICEWR                                          
>Smol_XP_002988236                                                              
RVPTLFRCPISLELMKDPVTLSTGLTYDRSSIEKWFDDGHHTCPGTMQLVKVRDLVPNHTLRRLIQEWCVANKSRGIERI
PTPKQPLDDEQAGHLVRQISSAELSGRAKSRLLRNLRASCKESDKNRKCIAGAGAIPALSGLVSSFQPRISFDRPSNLED
LQCCEDAVAVLVILLPLEIESLRKSIINPSLLAVLSWILHRRNTEGQINAARLLELVATDDESKSMMGATERLIPGLVKL
VKEDSAYPRAVRASLTALLAIVSCRKNLVKAVQGGVVPPLIELLSEASRLNTERALAVLEFVARCAEGREALMDHSLSVP
MLVKIILTVSDLASERAVGILLLMCQADDSVVQAAASEGAFTQMILLIQADNTSETNHRARQFLKLLRGAVP        
>Smol_XP_002986143                                                              
MVIEHIDLVADALKLAYRIVRNYQDVPKQRGKCRELIDQVCRLARLLQELQNSRTPQAPLTPQAKACFEGLNKCLEDAYR
VLEKTSRASILRYIFMSKEVNEDLSVVSGSIDGFLKSVPLVCLTVTIQFTQATAIQTDVKELASAFSKLSTELQHKSAYT
QEQQDLADEVLSILRSRRTEDEQESTLDKLLAWLAEKFESDMETVRREWQDMKRSKSDLMTQVGTTSSSKQRIEEKLLEQ
IIFCIDEIEVNGKVLEVDAAGIPGEFLCSVCHDLMKRPVLLTSGHSYCRHCIERCFSNGPAVCPNSRALVQPDLLIDNIA
LRNAIARWKQTASPAHAEDVDEPVVDVVERSYDEGFVLQTVSELESDNHIKQLRALNCLLEVASSTSGAASILQSGGTAQ
LVKLLKSSRRMVVEKTAAILALMTSRQATADDTGQVVSEIFEHCLDLVTTGTGTVRLKSAETITNLLSIPEATEFLLSQV
GIISSFAALATESEDGMDISLRCLRKLSRNKDASFSGDSSLVACLLDLLKSEEDCIVQESVLALKSAVSSGSSRACAVLK
KKNAVSHLVRCAASLSGDSQEAAITVLEHFAKNEGFSDLVEAGYHRFIVQLVSAFHPSDNALLLASILRLSAGCLDLQQD
WSFELGDVQRLTSRLMDTLQVKDCTAEALELLKTLCSKDPACKELVVENDGVTVLLVLAVSPRSTCRKGALAVLTTLLRS
SACQEEFSRAGGIGVLGNTIQTDDSAECVTEAMVSLGLLAGNGKLRHLALKSLDLYKLLCCCIDENFPEQCRESAASLAL
WSLAERSDVIVSKPSLKQLGYVLQHGRSKTIRTKVAEILLVHASRGGEEGLASLGGSSRLHLVELADEAGETYRELLLSF
VSRSRPCTQEEIPLLLEAFSRSEYMDDAVASIRILVESSTSSHSVLLAAGFGHTGLEALKSGRCGEPCIDDISASLVLLY
SCCSQQQCEASPKYVQALMKLLTMDAPGSVTRAAVCLLSSFAHHDGACLQGPLKTSSHAIKPLLSVLPQARLEALELLSI
AVEDSSLKVELYRQGAIPKLIECLSPDNDRVQELAISILLKIGALSEAMEGIRGSMISNGIMNHLLNILQKTGERSQAAV
VNSACLIRNLARSLSSGTDNALRILLAVYKFCLTNSRREGYVERITYVISALETLTVPGTQQLKLLLRDSIPFLVKPLQE
DYASQGDHDEKIKRSALAILASLLQEASLCKEVRSMLLTRASVSALRNIMDKSSSNECKTRTLNLLAKLMTSASSLKEVS
KMMREDDCISVVFRLTQLHECSIPATKLIELMKQDRSTRTYIEGNLFPWQRTTSAPAMSRGV                  
>Smol_XP_002986139                                                              
MAGQGEFQELVETLIGLLNEISSLGDYARSHRKECTNLARRLKLLAPLLEEAREASSLDSLRPFHDLKLVLHSAKDLLSL
CHKGSKIFLIMKREGIASSFQSVTADLEHVLDSLPYNSLNLSEEVREQVELLHAQLKRAKGKAEVIDTELIEDLMRCSTS
DERDYDRMAAERLADKLHLKTWSEIKEEEFRAQESLKLDKGGDLDAAIKMVLGRLKGIAISDADEPYVSIDKARVDFAMR
NPLSPSPRSDKLSNPAIPEDFRCPISLELMKDPVIVATGQTYERSYIQKWLDAGHKTCPITQQTLPHLVLTPNYVLRSLI
CQWCETNGIELPKKVGTSRGGHSSDLEACGDRVAVEALLQKLSSPQVDVQRIAVADLRLLAKRSIDNRICIAEAGGVPLL
IGLLSSTDTRIQEHAVTALLNLSIHDPNKAQIVQAGAINPIVEVLKSGSMEARENAAATLFSLSVVDDNKVTIGQTAAIP
ALVNLLREGTPRGKKDAATALFNLSIYQGNKAKAVRAGVVPPLMELLDPNAGMVDEALAILAILATHQEGRVAIGQESTI
PLLVELIRSGSARNKENAAAVLLALGQNDAAHLVTAQQYDAGVPLAELVQNGTSRARRKASLILELMHKQQQEQLNKQQ 



>Smol_XP_002985895                                                              
MRLPVKNAEIPPYFRCPISFELMEDPVILSSGITYERSSIQKWLLDGNRACPVTRQALGSCELIPNSTLKQLIKSWSASS
NEE                                                                             
>Smol_XP_002977628                                                              
MMQRKPSPFSKRRRLVMALMPPPPSPSALSLVKELYNLAQEVGFYERPRMIQQRNQSNIVRRIKLLGPLFEEIKDCHPTL
PPSAVLAFRELHLTIQRAKLLLDECREGSRLWLLMQTRRVSEQFYELTQEIASELSGLPLDLLEISVEVKEQVELLRLQS
KRSTPIYEASDEKMRAEVLGMLSEVERKETPDELRVRSFFESLQIDICSELQRELYLLEEEMESLATGGDMAALISIKNL
ISFGRYCKCVLFGVCIEETLEVEATTVEASNDAAVQATGSDVPDEFKCPISLELMQDPVIISSGQTYDRVSIQRWIDSGH
STCPKSGQKLAHVNVIPNHALRSLIRQWCEDHKVPYNSHASGNKPTLSVDNLVTTRAALEATKLTAAFLVGKLASGPPEV
QKQVAYELRLLAKCGTDNRVCIAEAGAIPFLVPLLSSRDAKTQENAITAILNLSICDANKKLIVSAGAVDPILAVLKSGS
TVESRENAAATLFSLSVVDEYKVLIGSKSETFTSLIALLREGSSARGKRDAATALFNLAVYHGNKGRIIAAGAVPLLVEL
LTEDADITDDALAVLALLASSSEGLLALSGTGAIPLLVGLLRMGSSKGKENSTAVLLALCRSGSDTIVNQLLKISATVPA
LYNLITVGTPRAKRKASSLLRILHRSERSFSTALGGVTTVQLRH                                    
>Smol_XP_002975334                                                              
MFDNVVKRHHGRSSGNYHESRQRRRYEDPYEAFLCPLTGRVMSDPVTIVETGKTYERKAIEAFFANCQDNKKPAICPQTS
KKLQSLDLKASIAIRNAIEEWHARNESTRIENAVPMLDAGSPEADMIEAMEDIQELCRRNRHIKAKVRNEGLIPILVDRL
KNGEEVRCKALQTLRVLAEDDDDIKEAIGQTTAVWSAVKCLSRELSREREEAVSLLLELSKSYTLCEKIGASSGAILILV
GMTSSKSENVLSAQRADDTLNNLEMCDANVRQMAENGRLKPLITRLLEGPDELRVQMASYIADIALNSEGKERLAESGSN
VLIEMLESNKAGYREVSLKALRALSTLDSNGCLLIKAGILPPLLRDLFMSGISQVPKLKEVAATVLANVVNSCTDWEDVA
VDNEGNTLTSEQYVHNLLLLISNTGPAIGAKLLQVLLGLASSPRGVSDVVSHIKSAGALVTLIQFLEAQQKELLVTSVRL
LYCLSPYMGQDLADGLRITTRQLGTLVKLLGQSGVNVEMAAAAGLLANLPVTDYNLTRALMEEGVVSILLSRINDLKRGV
VRIGAGKYVGPFQSGLVTILARFTYDLDDPDMLNIATDNNLCALFTSLLQTVSLDEVQRWSAIALENMSMKSKHFSEVPE
PPAQAGGWWTCFKKPSRQPAAGLCPVHSGRCSAKSTFCLVEAGAVDPLVACLEHRDTDIVEATLQALSTLIQEPCDVERG
VQVLSNAGAIPPVMAILQEHRTEGLRERSVWILERVLRSAEAAQTIAGSGDVHSSLVDAFRHGNYRSRQLAEKSLKHLNR
IPNFSGVFQPVGRR                                                                  
>Smol_XP_002975220                                                              
MMQRKPSPFSKRRRLVMALMPPPPSPSALSLVKELYNLAQEVGFYERPRMIQQRNQSNIVRRIKLLGPLFEEIKDCHPTL
PPSAVLAFRELHLTIQRAKLLLDECREGSRLWLLMQTRRVSEQFYELTQEIASELSGLPLDLLEISVEVKEQVELLRLQS
KRSTPIYEASDEKMRAEVLGMLSEVESKETPDEVRVRSFFESLQIDTCSELQRELYLLEEEMESLSTGGDMAALISIKNL
ISFGRYCKCVLFGVCIEETLEVEATTVEASNDAAVQATGSDVPDEFKCPISLELMQDPVIISSGQTYDRVSIQRWIDSGH
STCPKSGQKLAHVNVIPNHALRSLIRQWCEDHKVPYNSHASGNKPTLSVDNLVSTRAALEATKLTAAFLVGKLASGPPEV
QKQVAYELRLLAKCGTDNRVCIAEAGAIPFLVPLLSSRDAKTQENAITAILNLSICDANKKLIVSAGAVDPILAVLKSGS
TVESRENAAATLFSLSVVDEYKVLIGSKSETFTSLIALLREGSSARGKRDAATALFNLAVYHGNKGRIIAAGAVPLLVEL
LTEDADITDDALAVLALLASSSEGLLALSGTGAIPLLVGLLRMGSSKGKENSTAVLLALCRSGSDTIVNQLLKISATVPA
LYNLITVGTPRAKRKASSLLRILHRSERSFSTALSGVTTVQLRH                                    
>Smol_XP_002974836                                                              
MVEELLSTLACENSALLQTDNEAIPSFDAFECPLTKQVMKDPVVLESEHTYERNAIEEWFRTCREQDREPTCPSSGRVLS
TTELHSNLVLRKTIEEWYQRNVAFRVQSVVDRLTAVELMQDVDGALDEILRLFNENPMNKWKIKSANLIPKIAKIWSLEG
AAYFRSKALEVLDRMAVDDADNQHIIVKEGFLRFSVRSLGSKEDEEKANAARLLYHLSTSSLEVCEVLGTGKGAVIHLAG
LLASKDHDLSQLAEKTLRNLEQVESNVLEMAEAGRIQPLLARLCEGPQETRIRMASYLAKRHLVKSQVKLVAQSATRSLI
AMLPGTLEAKEASLGVFLMLSSLADNKSLLIEAGILPPLLDIMFSIHSSVNNRALKLKEWAAEVVSKLVSSRGSWENASI
DAEGTTLYSEFVVHNLLGLMAHARPDWKHTLLQILTGMASSPDAGEEACEHIRSGHGVRICAVFLSETSVDSHRLHALRL
LAVIAPRLGPDIVREFHGTEMAARLQALLRSTNTEERAAAAFVLGAIPMTEKEVSQHLEPELLEWTLTTLASLKDSKRGR
SHTRLLSETIEGLLGILLHFLRFNALSPPATLRQHDVMTLLVNELDRQGEFVIKHRAAMGIKCLSNMAASLCRKPELPPT
TCFCFRSRPGKLSCSIHPGVCDPADSVCMVEARAIVPVLELLEEEDQGVQLAAMEALSTLLADSSNLRGAVEELCRVEGL
QKILELFYGLQKGELQDRTAWVVERIVRVDDLAKSLSVDTKLFKALVEAFKFGSATTKALAQDALTNLKQLSGVSAGVRR
KK                                                                              
>Smol_XP_002974352                                                              
MEDEDEGGGEEDCEEQRQRQNQAAPALFLCPISLEIMRDPVIVCTGQTYDRPSIEKWIRDGHRSCPITMLHLHDLTLIPN
IIVRQLIEAWCSKEESASAMFAPSPPSPPPPPFLLAHHDFSPQESLDLGRRERVLGLLRRIAKGQDVRQSVATLKSMAKE
ELCGSSPTPPEAKKVCSCIVEAGGALLMASMLADELIQHGTALHGSPDGFIQHGTALHGAPDGFTARHEDSPCEEIMSLL
ALLCRGASREVIGAVLSESGALQCVVCHLGSAQIDLASRMSAAVLLKRLLATEEMRVEVGQSTQFFHGLLDLIDSSSSKK
GLVKLLHLACSHKPNRSTAVEEGAIQILVNLLLAASSPPSSSSSSGEDRGLETTERALATLEQLCTVEQGRRAVCESTAA
VHCAVRLLVGYSRPATEHATGLLLLVCQSGPVQVVQIAMRAGARRQLLLLLQSDCTGRAKKRALELLKLFHAIFFVQGDE
HASSDFKNVDLY                                                                    
>Smol_XP_002973004                                                              
STLLTLITTQVLEIAIAAKDVLVEKESFQKLSRYLHDIEPVLAELKERCFKDLTAANQALQSLKTDLDRAHTLISDCTDK
SKFYLLLHCRSIVKDAQVVTRDIGKDLELLSLAGTELSLDIRDNLLRVKNQFLSAEFQASETKLQILSKLEEGIRDHRTD
QGFANDLIVAIAMAVGVPVEPSEINKELSSFKREKELLAERKQMQEQAFMEQVIDLLSKADAAYTSDVLRQRYKEASEHI
GITEPVDPLSSFICPLAREVMIDPVTASSNRTYERSEIERWFASGHTSDPFTHMELTDFTLRPNTSLRKAIQEWTDQNYC
IRIRRAKHFLQKRDVALAQDALDDLCKLCEESNTNTEWIAAENVIPEIIEVMKLRDKEVNRRALTALRILVHNNFRNRDE
VVQVGGLEQVVRCVGKSTLSKLALSVLLELLQGDERSACEKLCQEKRALLSLVMRHNENEPTAKRVLEKLCSSDENIVQL



ASMSYLDPLISSLHEGTEESKWAMARALGNLQSLSDQNKLMLGEKGVIGPLFQMMISAKLEAKAAALEALRNLSSNSQNQ
RSMAQAGAFPVLMDNLTSPRLPQTCKEAAAITLKNIAQGNTDASLTDQDGHAVNVKQAVETLIGLMESSSQGLILRAPIL
LVLHGLAQSKDGELVQEVIKEQQGVAFLVGLLDGAEREVRDSAVFLLRSMSEGAGGDIFDCLYTEKKLEHFVNLIGNCSS
ADIRSDLLMVLASFPSNKQTMETLMEAGAVTTVLAQVKGNSSKVTESALAALERFTEPTNVELQRTLVDSGIHSILVTIL
NSGTTTGKARAARALRNFSVTTLDLCHPPTSTGWLCFRPTVPTICRVHTGVCSVKTTFCIVEAKAVPGLVALLDEPSSVA
AEAAVEAFFTFVSSEETREGGAWFLHEANAILKSLGLLAHGTATAKERTVDLLACLFKLKNMRETYCGRAKLPLVELAQH
GSVTVKKKAGKVLAQLSMIQEVSSYF                                                      
>Smol_XP_002971507                                                              
MDQTDLHPVPPPEFICPISLELMRDPVTACTGVTYDRSSINKWLERGQDCCPATMQPLHQNHSLVPNNALRSLIHQWCES
HSTTSDLFRSSTSPIDRPHILLLLDRIQRDPANVDALSKLKSKARESTKNSRAIVDAGAVTVLSGVLSAPYPQDARDPPD
KAWLQPIEEAIAILAYLPASYNSRRALISPKPLRSISWILCMGSPPGMMSAIAVLDGLASDKGAQIAIGSMAGVIDGLVA
ILRRNGNQVLVNSSLRALLGICLPLRNRARAARAGAVAALVELLPDTSGGVAEHILIVLELLCGCAEGRAAVDDHALAIP
AIVKKILRVSDSATANAVGILWAVCRDSGRSSAAMRDRTGGLGLFGKLLLLLRRDVSPGTRHKVIDILDKVYNARMDLSS
SPPPPASL                                                                        
>Smol_XP_002966895                                                              
MFCAISGLTPEEPVISKRSGLLFERRLIEKHLAENGTCPVTGESLTEEDLLPVKTNKAVKPRPVTATSIPGMLGMFQNEW
DAVVLSNYHLEQQLNNARQELSHALYQHDAACRVIARLKTERDDARTLLAQAELQRPAALPEADAVTSNGKREAELEQLP
PAKTLKQGISDEMIAELTQCNADLSSLRKKRQIPPTLVKAENLEQYSVISSHPLHKTSRPGILSIDIHHQKDVILTGGND
GNAIVFDRSSGEIVASLVGHSKKVTSVKFVARDDLVLTASADKTVKIWQGGEEGAYSCKQTLKEHSAEIRAITVHPTNRF
FVTASDDKTWAFYDLNSGTCTTQVTDAAVQDGYTAASFHPDGLILGTGTAESLVRIWDVKSQASSNNVAKFEGHSGPVTE
LSFSENGYFLATAASDGVKVWDLRKLKNFRSFSPYDPSTPTSTVQFDHSGSYLALAGSDIRVFQTGSVKQEWNLVKTFPD
LSGSNKVTCVRFGPDASFLAVGSTDRHLRILGAPVTTTDA                                        
>Smol_XP_002965709                                                              
MAEQRQRGSAEELIKVVNAVAWIGGRTKLYKRECSQLVRRLRLMLPLLEEIRELKHHSLPDDAVTGLLTATLNAKQLVSL
CQAGPKLYLVLERETLTKRFLEIARLLAGSLDHLSLEKLDVSDEVCEQVQLLHSQLKRAKICANTLEARLHDDLLSVISG
TPEEVDQSALRRLAEGLNLKTSAEVRKESQAFHKVKGENGIDERVKRALQLLSSIQTPDNTAAPEDLSSQMARTDASTLA
VIPDDFRCPISLELMKDPVIVATGQVRFHTYERASIQKWLDTGHKTCPKTQQVLPHQVLTSNFVLKSLISQWCESNGVDF
PQRMGTSRKSCAAENSSSPERATIDGLVQKLASGQPDLQKAAAGEIRLLAKKSAENRDCIAEAGALRHLVNLLATKDLRT
QEHAVTALLNLSINDNNKGPIVMLGAIDPIVEVLKSGSMEARENAAATLFSLSVVDENKITIGASGAIPALVELLRDGSA
RGKKDAATALFNLSIYQSNKARAVRSGVVPHLMDLLVNQSMAMVDESLTILAILATHPEGRLAIGQSGAVPVLVELIKTG
SPRNRENAAALLYALGVNDSSHLVAALELGAAEALAELSQNGTARARRKANALLELSSKHQHQQQHHRCS          
>Smol_XP_002961971                                                              
MLRGGIGNAVLAPISEVLARLVVQVTDTAMAAKDVLIERESFSELGSYLEKILPVLRELHDKNVRDTPPMRVSLESLERE
MKKAQELIQLCGSKSRIYLLLHCRTLVKQVQDITHEIGRCLSLIPLASMNISVDSREVTSKLLVDMQSAQFRAAAADEEL
VEKIELGIRDQRTDSAFANDLLLQIARSVGVPQNTLALAQELEEFKKEKEEAELRKNRAEAYQLEQIIGLLSAANVKNGG
SGEFHRVTGSNWQYMPFYCQLTRALMEDPVEIASGQTFERSAIEKWFRDGNTVCPVTGVELDSFELKPNHSLRSAIEESR
DRSTRYNIEACGRKIKSQEDTEVQAGLWELHRLSEERPRNPTWIAEAGLLPVIVSLLESKQRATRMKTLAALSSLAAGNE
NKERIMDAGALPLTVRSLSRDGEERKEAVKLLLELSKVPRICDQIGKAQGCILLLATLRNEIESAVQDATALLDALSNNS
QNVVQMAEANYFRPLAVRLAEGSDKDKILMASAIARMGLTDQGKATLAQDGAIGPLVKMISLGNLEAKSAALGALQNLST
LPDNRDEMIAAGVVPSLLRLLCSVTSSLVTLKEQAAATFANLASSPANTSKSNEVLESEDTLVQLLSLLNLAGPEIQGHL
LRALYGIATSRDAAGARNILRAADAIQLLLPFCENSDSGVRVYALKLLFCLSGDGSGREISEFLGPTSFKTLVDVLSATW
SSDEEKAAAVGILGNLPSTDNQVIERLLQAGALPPTLNLLDGVVRGTRAMPKSVQDSVVENSVAVLLHFTRPAREDLQRL
AADHGAVSRLVDVLSAGSPLARARAATGLAQFSESSRRLSTPVARSSAGLFSCFFRPRETGCELHQGHCSERGSFCMLEA
KAVAPLIQCLEASEAQVQEAALAALATLLHDEIWQKGVKVIADARGIRSLVRVITFGTPEAKEKALWMLEKVFRIDRYRN
EFGSSAQMPLIELTSRGNSVTRPMAARILAHLQVLHSQSSYF                                      
>Smol_XP_002960080                                                              
MAAASRVVVQELLEAANLVASHHQQAYLGPCQRKTLTVILRRVRLMLPVVEEVRDGNLLLPPSAVIAFQELHSVMLRAGE
LADELRESSQLWLLAECELYSTKLFELSRDMAAPLSMLPLSLLELPIEIKEQVELLKLQARRFKLFVDPVELDLQAKLLE
LLKEFEKKRTPSSDRIEELFKRLLLTSAKECQRELEQLRKLASSSSSTTSTTTTRLISFLCFSSCVLYGMVSEDPQLVTS
LSLSSSSIPDEYKCPISLELMRDPVIIATGQTYDRSSIQRWVEAGNITCPKSGQKLIHMTLIPNFALRSLIAQWCEKNKV
PFWMSGKDSRATVGVDHIANAQATIAAARMTASFLVGKLAMGPPDIQRQAAYELRLLAKIGMENRRCIAEAGAIPFLVSL
LLSRDASAQENAITALLNLSIFDSNKSLIMTAGALDPIVVVLCNGHSTEARENAAATIFSLSTSDENKVAIGNKGQAIPA
LVELLQKGTQTGKKDAVSALFNLSLLDENKEKVVQAGAVTSLVENLEQYMDDEGNAELLENSLALLGLLAASEPGAKSIA
RSSAMSFLVRILESGSPREKENATGVLLALCRGGDHSVVRCLLTVPGSITALHSLLASGSSRAKRKATSLMKILQNWDPS
NKDSPGRQ                                                                        
>Php_XP_001785728                                                               
QLHAQMCATLAALVKRMHAIGPSLDSERGRFRKAGVQSLCALQLALDKARLLLKYCSDSSNLYLAVKGESMLARFEEVKV
GLETSLRRISVLVSQELASQINEVQAELGRTRFQLDPDEKKIGADIISLLLQKQKGSLYENPEAEEETFSQVAIRLGLVT
ADAILAEKRALKRLLQKARYEEDRRKELFIFHILQLMKKYNNVLRTENVMQSNGDFCSDCRCSDMAFLETVDRSEDPDCS
SPRTPRTPRTPRTPETPLAPEELRCPISLQLMSEPVIVASGQTYERLCIEKWFREGHVTCPKTRQTLAHLNLTPNYCIKG
LIASWCESRKIPVPDPPSPLSPVSWQWERGSASELVKVPNDAQEKDARGVPVNDLPEKDMKTPWKEKAELAPEALSCPKL
QPEDQWVNRCEDLIVDLKEGSVDQKFQAAERVRVLAKSNAKVRLQLGGGGAIPALVELLRAAVDADDQIAQEVVALSLLN



VAISDDRNKAAVVTSGGVPLIVELLKAGASRACKEAAAAALLTLSCLNENKACIGSSEAIPLLVNLLISGSNQGRKDALT
TLYNLTILTENRLRVVRADAIPILVHLLSLRKVDLLEKIVALLYILASIEEGRSTIADTEGGIAVLTDILDTGSIKEKES
AAATLLLLCTHSFQHSQLVLGEGVIPALVSLSVSNNPRAQDKAQKLLQHFREERQKETVFSHSSPRGITLNTGVSIGGEL
QQRLPQSKDFPSSSSPGKEGSKKLGKSRSGSFGFLWKPRVSLSLYQC                                 
>Php_XP_001783697                                                               
MSLKRTLSSAGKPTVCQCRNASNVVRRIELLATLFEEIEVSDRPFPPSAVISLRELYRLMQRTYMLLEECREISRFWLLM
EQGTYAQYFYEITQSLGKILSSIPLELLDLSEEVMEQTELVRAQAIRARFVQSPAEVQLREDVVNMLKLVEREETPQPSQ
LKCLFNVLYLLNAANCETEIHKLEEISTEESRLQDLNIQDRVAGLISFVRYGKYVLYSGEFEGVEDEVSRVHSRSRRDEN
RSEVSTSESDKSAAMVVPPIEYLCSITLDLMRDPVIVATGQTYERSSITRWIHAGHSTCPKTRQKLAHLDLITNYALKSL
ISQWCEDNNVEFENGTQKDNGKGVRVQRIHNSGGNLEATKLAVTFLVQKLATGNECIQKQVVRELRLLSKSGEENRICIA
EAGAIPHLLPLLSSSDVKTQEHTITTVLNLSTVEDNRRVIVAADALDLVIEVLKSGHTMEAQENAAALLFSLSSNDEVKV
QIGSKLDAIPSLVTLLREGSMHRGKRDAVNALMNLARYHGNKAKIIEAGAVPFLVAFFRDESPSTLDSCAALLALLASHP
EGVDAMFNANAISMYVPLLQHGSPKGREYAISILLAMCQSQDKKVIDEVFQHLNEIVPYLYNLLSIGTLRAKRKVAPLLK
LFRS                                                                            
>Php_XP_001783217                                                               
QQVVVPAFFLCPISLELMRDPVTLSTGMTFDRSSIERWLEFGNNTCPGTNQVLENQELIPNHTLRRLIQNWCVANKAYGV
ERIPTPKAPLQTEKVKQLLADIGQCETAGYNSLKKLWSLAKESERNRKCIEEIGAVPILAEALAQLGVDMCYSSRCNRDR
EEACEDVLAIIALMRVGDGDKKALAAPKSLACLAFVLASGSLEAKANAADVIHTLCEEDPHLKIAVGDLPGAIEAFVDLL
KENLYPRVVQAGLRCLLSVCLPRRNRVIAIECRALSVLVELLPNTEKRNKDLAFEVLEIMANCAEGREAISNHATAIPMI
VKSMLGVSQRVTECAVSTLWVVLSYASNRNVINTALQAGAFTNLLVLLPSECSQRTKQKARDSLKLLN            
>Php_XP_001783178                                                               
MAEPVIVASGISYERQCIQIWFQQGNRHCFKTGQILDHFNLTPNQNLLSTIQTWCGKHKISKPQIPTLEHATQLVESCTR
TTFLVEKLYSSQPFEQEEAAAEIRRLTRNTKPGVDYRLALCTPELLAALLPLLQSRYVKVQVNAVAAIMNLSLATENKIK
IARASVIPSLVDLLNGRSEAVEEHAAGALFSLALNDENKMAIGVLGAIPPLIKVMRSGPPGTQRDAAMALYHLSFAHINK
SKLLKAGVVPILLQLVQEASPDLVCRALLVLSNLAGVQEGRSAIGEGQGVAVFVGLLNAGMDRSGSNDWASVRENAAAAL
LQLANHNLRFKGQAVQAGAVAALAALQEHGTPRAKDKATTLLNILKETTNPLKSRHERPSYQRRATSRGGDLTTHSETYA
PNPRPDSAQF                                                                      
>Php_XP_001782710                                                               
MAREIGSPEKQAEFLKDQGNQYFKKGKLGAAIEAYTQAIDLCPKVPAFWTNRALCYKKRSEWDKAERDCLKALKLDNSLT
KAHYILGLALLEREQYHDATNHLEKALDLGRGGSAGSYMVEEIWLELAKARYTEWQVEAAKRQQVSAYHIERHPVKESQV
TAEERRKAELFQLTGDFQDRLRTMEEVFDKAGAPDRPGEVPDYLCCQISMDIFRDPVITPSGVTYERSILLEHLCKVGKF
DPITRATLHPEQVAPNLAVKDAVQTFLSQNGWAYKM                                            
>Php_XP_001782678                                                               
MALGSSLKAFRASLTLRRSRLIKPLSKAAKQAELQVPPYFLCPIHLDVMLDPVTLCTGLTYDRSSIEKWLRTGHNTCPAT
NQVLQNQDLVPNDTLRHTIKAWCEANKLQ                                                   
>Php_XP_001782173                                                               
PWEYLCPITRELMVDPVTLSTGQTYDRAPITTWINNGHYTCPVTGLTITSTDLVPNHALRHAIGRWADDHAIK       
>Php_XP_001781593                                                               
AEERVGENIETLLREQREGSRPRRETLERVAEKLHLRSKENIAQELQALTKEREEAGAQEDKSEEELIRRLLQLVKQMEG
LLEGAATEGLEIPADFRCPLSGELMSDPVILASGQTYERIYIQHWLNEGHSRCPKTHQKLSRRNLIPNYTVKALIANWCE
THGVPVPRPVQLNVHLNSLQPPSPGAAGRSDSDSELSSPAALTLRSAKGFTLGSSLRGSGRVRSAASRLNNACGGVFIEE
PESPARLPERPSFGRRGVDRDSCLPRIISDNTSGGTAQSDVERWVLDLQSPDTETQRQAACELRMLAKHNMENRVTIANA
GAIEPLVALLSSVDAKTQENAVTALLNLSINDNNKSEIARAGAIGPLVNVLRVGNAEAMENAAATLFSLSVMDDNNVTIG
ASGAVPPLVHLLINGSPRGKKDAATALFNLSIHHENKRRIVEAGAIRPLVELMADPAAGMVDKAVAVLANLATFSEGRQA
IGEHQGIPALVEVVEAGSQKGKENAAAALLQLCTNSHRHRALVLQEGAIPPLVALSQSGTPRAKEKVEDLPSQMLTFALG
RCC                                                                             
>Php_XP_001778864                                                               
MGRMKDGIETDNARPALFSAVLERLAKEMERVEKAAKGVEQESFRILSMYLKSILVFLEELRHKEVADPVAMHIALMELE
QELEKAHHLIKKYGSKSKFYLVVKCQECLKEMEDIVHAIGHCLDAIPVVNVGLAVKTQEMITKLSSDMRTAQFKASISEE
AILVEIADGVRDGQNNYEYANDLLLQLGQAAGVSTDPTCLKSELDKLKRDKEDAGAQGNQEEFWLLEQIVDILIRTDAAT
STIEKGVNYQKKRGSGRWDDPLLPLQSFYCPITHEIMEEPVEIASGQIFERSAIEKWFSAGNANCPTTKIELENLQIKLN
LALKQSIQEWKERNIVISIAATKTKLQSSDESEICSSLRTLLALSEEKSIHRHWISLEGLIPCLVSLLKSHQRTVRKGTL
EVLRSLSVDNAENKKQIAVAGAIKLVVKSLARDVGEGRQAVALLRELSKNSEICDEIGKVQGCILLLVFMLNAENPHSVG
DAKKLLHDLADSDQNIVQMAEANYFEPLTQRLNEESLRSKALCLVMASALSHMELTDQSRIALAQQGGIPPLVEMLSVGK
MEAKVAGLGALKNLSTPPANREILLKTGVISPLLQLLFSETSVTASLKESAAATLANLAMATTAELDMYGSILNSNETLF
QLLSVVNRAGPVTQGHLLRAFLGMSSIPNATEVRNKLREGGAIQLILPLCEFTADNVRLHTLQLLKCLTSEGAGDDLADH
LWSTYIKALVNLLLDSSKDDERMAAVGIICNFPTNNTHLTDLLLQADALPAILNLLLPTKGTKMGSWANRSAMTESAAGV
LLRFTSPVNSNAISLQQKAADLDAISCLVQLLQTGTPVVKCRAATALSHFSRNSDRLASKVVASRSCCLRPWFNSHTSTR
CSIHEGLCSVKTNFCLVMANAVGPLVQALEEQEQGADEAALNALNTLLVDDTHLESAIKVIAEAQGIRNIVRLLTAGSVG
AKERAVMMLEKIFRIEEYKVEFGSTAQMPLIALTQTGSIATRPVAAKVLAHLNILHNQSSYF                  
>Php_XP_001778804                                                               
MAREIGSPENQAEFLKDQGNQYFKKEKLGAAIEAYTQAIDLCPKVPAFWTNRALCYKKRNEWGKVERDCLKALELDNSLT



KAHYMLGLALFEREQYHDATKHLEKALELGRGASAGSYMVEEIWQELAKARYIEWQAEAKIRQRQQRDLNAYYPVENSQT
GSEERRKAEISQLNEDFQKRLRTMEEVFDKAGVPDRPGEIPDYLCCQISMDIFRDPVITPSGVTYEKAVLMEHLRKVGKF
DPLTRAPLYPDQVAPNLAIKEAVQTFLSQNGWAYKT                                            
>Php_XP_001778307                                                               
MEGSLEGAAVEGLEIPADFRCPLSGDLMSDPVIVASGQTYERIYIQHWLNEGHARCPKTHQKLSHRNLIPNYTVKALIAN
WCETYGVPAPGPLPVTPGDPFQVAHERYPDTPDIAGHSRPMTSSNGSGSFSRGGSGGSGGNFFNDEPGSPARLPERSTFG
RRGVDRDASLPRIVHDNTSGTDSTVQSDLEKWVQDLQSPDIDTQRQAACELRMLAKYNMENRVTIANSGAIEPLVALLSS
EDGKTQENAVTALLNLSINDNNKAEIARAGAIGPLVNVLRVGNAEAMENAAATLFSLSVMDDNKVAIGSSGAIPPLVHLL
INGSPRGKKDAATALFNLSIYHENKGRIVEAGAIKPLVELMADPAAGMVDKAVAVLANLATITEGRQAIGEEQGIPALVE
VVEAGSLRGKENAAAALLQLCTNSHRHRALVLQEGAIPPLVALSQSGSPRAKEKVGNFLSQVPCL               
>Php_XP_001777615                                                               
MSEGRQTLLSRDVLERVLMERLSTLYEGSEPPFLYLVNCYRRAFGESRKAQTMKDKAALAVIQDALQQVKDLSVSYSVLM
LVHAKDNMFPQPPDASFSPNALLLASLLADGSSSAGYYATSSGVEPLPPGFFEGLLMRFEDEPEGFRSTFEHLYKDLQSM
VMKMSPLGPFQRCVRTLVMLVSYPRLAKILVEHPMWSPKGNHVNGRVLEVSSILGPFFHISVIPDHPVFGNGEPNARQQC
FSDVSSRRDLASSYTTIKTVLHQLYDGMHEVLLKLLRTSETRESVLQYLADVIQKNVNRSQLQSNPFAVASSGMFVSLSA
VMLKLCEPFLDASLSKRDKLDPRYVLQGGRLDFSGLTAVFATSEELGKWVDSRNHSRAEGYRQIQQFGEQEEMRRLQAEE
ASTSMMNSSQSHPLRNIASAIDSMKFTFICECFFLTARVLNLGLIKALSDFKSLLQKLSRRKDDLAALKNMRGNGAPPSI
EQDIIQAEAVVEQLSQDRLCYDSQLLKDLDLLQEALSYYRLMVVWLTGLVGGFHMPLPVPCPMEFASMPEHFVEDAMELL
LFACRIPKALDGVNLDEFMSFIVMFMGSPHHIRNPYLRAKMVEVLNGWMPSKCTSPTLVSSMSSLFEGHHLALEYLVPNL
LQLYVDIEFTGAHNQFYDKFNIRHNIAELLEYLWGVPSHHKSWMQVAVREEKGAYLKFLNLLINDSIFLLDESLKKIPEL
KEMEAQLADTTAWSRRPAQERQERERHYHQQEHIVRIDMMLANEDVKMIQYTSAEITAPFLLPEMAERIAAMLNYFLVQL
VGPQRKALSVKDPEKYEFRPKELLAQIVNIYVNLDRGDSQGIFARAVSSDGRSYRDELFTEAAGLLRRIGSLPMQMIEAF
ELLGAKARTQAQEMMDAEAMLGDIPDEFLDPIQYTLMTDPVILPSSKTIVDRSVIQRHLLSDQTDPFNRSLLTVEMLIPD
HELKRRIDDYLASHSKK                                                               
>Php_XP_001776109                                                               
MDQVAVPPFFLCPISLELMRDPVTLSTGMTYDRAGIEKWLGLGHNTCPTTNQILDSQEMIPNHTLRRLLHNWCAENEVHD
VGRIPTLKELDTDMVTQLLQSIAQCREMEWLDSLRKLRMLAKECERNRKRIAEAGGVGTLAAAMGRGEMDMSVEACEDAV
AIIVHLQLGDGDKRALSEPKMLSHLGFVLASGSLEGKVNAADIIHALCKENPRVKAAVGDLPGAIRAIVNLLREDLYPRA
VQSGLRCLQSMCLSRRNRVTAINCRTITTLVALLPNTDKRNKERVFALLEILANCAEGREAISNHALAIPVMVKSMLGVS
HRATEYAVAALWLVLSYASNRNVINTALQAGAFTNLLMLLSSQCSQLAKKRAQDSVKLLNEVVLDTYTCRHVDSPGITHH
RNTLSTTEPV                                                                      
>Php_XP_001775881                                                               
MALGASVTALKPCDPGLPRQALLEPIQTHLPLQVPADFECPIHLDIMTDPVTLSTGITYDRVSIERWLEMGHNTCPTTNQ
TLQSKKFIPNHILRSTIQKWCLANSTPGIDRLPAPRQPVELQTVQNILQIITECADAGHCDSESLEKLYAIAGECSRNRN
CLKEAGAVPILSAALASSRTDLDSRKAAERALHVIALLKLDDDDKKSLVEWKPFSRLCTILASGSSSGKIMAANLIHILV
GEDAWLKAIVGNYPGAIKGLVSVLREAGLRPKPTKIVLRCMLSLTSTKKNCIAAVDAGAVVALIELVPRTETRNLEYAFA
ILELLAKCAEGREGITNHPFAIPRIVSSLLGVSNQTSEHAVAALCEVISLASNRSVVNTALRAGAFTKLLMLLPSNCSQR
AKVKARMTLKLLNDVSGTHSTGLDGESAVMV                                                 
>Php_XP_001773289                                                               
MKDATGMDNAMLARYSEVLTRMLKEVERAERAAKGVLIEDENFRMLSKYLESIRLILEELGSKNVSDPAGMQVTLMSIEQ
EVAKAQYVISICTSKSKFYLILKCQEFLKEIEDITHEIGHCLDSIPVSGMDLAVETLETMTKLSSDMRKAQFKPGTDEEA
ILVKINDGIRSRQTNSEYANHLLLQIARAVGVPTNPASLKEELDVLKREKEDARARENQEEYRYLEQIIVLLSRADAITS
ASEKDQNYQKKRGSGGWRGHPLPPLQTFYCPITHEIMEEPVEIASGQTYERAAIEKWLSAGNSNCPTTKVELESLEIKPN
LALRQSIQEWRERNIAISIAATKPKLQSTSESEICSALRTLLALSEEKGIHRYWIALEGLIPCLVQLLSSNQKIVRKETL
ELLRSLSVDNKENKENIAAAGAIKLVVKSLARDVGEGRQAVALLRELSKDPEICEKIGKVQGCILLLVTMLNAENAQSVA
DARELLNNLANNDQNVVQMGEANYFGPLAQRLNEGPDMTKILMASALSRMGLTDQSKATLAAQGAIPPLVKMISVGKLES
KAAALGALKNLSTLAENREIMIEAGVIPPILRLLFSVTSVVMSLKENAAATLGNLAMASTNAGTKIDHHGNILESDETLF
QLLSLLNLAGPMIQGHLLRALLGMSSISDAREVRTKMREGGAIQLLLPFCEAPGEEVRIPALKLLKCLSSEGAGKDLADH
LGPTYIKALVKLLVDSSGDEEKMASVGIINNLPMSNAKMTDVLLQADALPAIVNLLNPSRGPKSGPRTVRNALAECASGA
LLRFTSPENSNVRVLQQKAADLDAIPRLVTLLQTGTPLAKCKAATALGHFSLSSEGLALKENVPRSCFSCFRPAMPVGCS
IHGGPCSVKTTFCLVMAQAVQPLVQALEVQENGADYAALTALGTLLVNDATLENAVKVIAQAQGIRLIVRLLTVGSVDAK
EKAVWMLERVFRIEEYKIEFGSTAQMPLIDLTQKGSIATRPLAAKILAHLNILHNQSTYF                    
>Php_XP_001773244                                                               
MASPVSVSELVTAMMALKNMYDQHQENKQEVKVLQDFIAEYSEHVPSIQQALKDRKSTGVAVTVLNKLESDLEEATKQLK
KWAADRNFFRVLKSTDRKDILAAITSLEEAITKYSDDFMDPILHTLMIDPVVATNGHTYCRWTIIDNNMIRDPHDPSKDL
TIMVDNVNLRRGLFDMFPEQTEKYRQRRQEYRCKALSLARSNQLADAVVALQHVLKWNENDEECALAHDEVKEILKNIDI
QHSHDMPDPSPSNGDQSLSRVGDSMIKKDTLEIPNWWAQDEVRLPDTGEGDDEADGTDGSTHPCAHTAENDELDLSKSEV
EDTDASVSVEAEGSDTEAVYSEIGSLLKLTLKRRWFRGHSKTITSVHWSPGDYEIVTASKDKTVIIWEIKYRPSHEKPSG
CLPSLRWQSDWKTEKVKQFYESRKQNLSGRVKMTLKGHSGPVNCVGYDVSGRWIASASSDKSAKIWNARTGSVVQTLRSH
SDDVTCVAWSSLGYLATTSADCTTLIWDGKTGKKLCTLGGHTKEVTCTAWSPTGNRLTTTSKDYSTIVWDIYGELWKQLL
TSLPLPRMMQKQVFSLVFPSQGHGTHTISFAGHSRPVTSLAWCRRGNYLVTASADKTLKTSFVGHKSDVSYSVDYLFDFL
RKNNTNGGY                                                                       



>Php_XP_001773034                                                               
MKDDTGMDNATVALYSEVLARIPKEVELVEESAKGVLIGKESFRVLSRYLESIRSVLQELTGKKVSDPAAMQVTLISLEQ
EIVKLKNIIDKFSSKSKFYLILKCQDFLKEIEDVTHELGYCLNSVPVANSDLAVEIQEMMSKLSSDMRKAQFKPATVEEA
IINEIKVGIHDQQSNSKYANYLLLQIARAVGVSTNPSSLKLELDSLKKEKEDARSRENQEEYRYLEQIIAILSCADAATS
ASEKGLNYQKKRGLGGWGGHPLPPLQSFYCPITHEIMEEPVDIASGQTYERYAIEKWFSAGNSNCPITKVELENLQIKLN
LALKKSIQEWKERNIAISIAATKPKLQSTSESEICSALRMLLDLSEEKGIHRYWIALEGLIPCLVQLLSSSQRTVRKETL
EVLRSLSIDNKENKEHIAAAGAIKLVVKSLARDLGEGRQAVALLRELSKDPEICEKIGKVQGCILLLVTMLNAENPHAVT
DAKELLNDLANNDQNVVQMGEANYFGPLTQRLNEGPDMAKILMANALSRMGLTDQSKAALAAQGAIPPLVSMISIGKLEA
KTAALGALKNLSTLPDNRDTMIEAGVIPPLLQLLFSVTSGMTSLKENAAATLANLAMASTTAEDKIDHHYNILESDKTMV
HLLSLLNIEGAVIRGHLLRALLGMSSIPNAREVRTKMRKVGAIQLLLPFCEDTVEDVRIHALKLLKCLSSEGAGKDIADH
LGPSYIRALVKLLGDSSGDEEKLAAVGIISNLPTTSAQMTDILLQADALAAIVNLLIPSRGLKSSPRAVRNALSESATGA
LLRFTSPENPNVTAHRQKAADLDAIPRLVTILQTGTPLAKCRAAIALGHFSLSSDSLASIDNVPQSCLLWCRPATPAGCC
IHGGPCTVKSTFCLVMAQAVLPLVQALEEQEDGADDAALTALRTLLLNDATLENGVKVIAQAQGIRPIVRLLTVGSVDVK
EKAVWMLEKIFRIEEYKVEFGSAAQMPLIDLTQNGSIVTRPLAAKILAHLNILHSQSTYF                    
>Php_XP_001772932                                                               
LIRRVKLLIPLFEEVRDLKLTISEEDLACFNALEAALNNAKILLLLCNTGSKLYLVLEQQEVAKQFLLLAAAFRQALNKP
LSLDISDEVREQVDLVRNQFQRSKSLEDPLDAHLNSELLSVLSETHDCSKDKLKGLADMFKFDTARALMKELQALDGMNE
ELEQDGPELKKLQIAQRAGVEKASMQPASPDAGIDKGVLNIPDDFKCPISLDLMRDPVIIATGQTFERLCIQKWLDSGKK
TCPKTGLSLPHTHLTPNHVLRSVIAEWCTLYGVEMPKKRAKGSQCSPEDKAAIDELVKKLSSPLSEVQRNAAYDLRLRAK
KNVDHRSFIAEQGAIPLLVRLLHSPDQKTQEHSVTALLNLSINESNKGRIMTAGAIEPIVEVLKSGCMDARENAAATLFS
LSLVDANKVTIGGSGAIPALVALLYDGTSRGKKDAATALFNLSIFQGNKSRAVQAGVVPPLMKLLEEQPVTMLDEALAIL
AILATHPDGRSVISAVGPTPIWLKIIQSESPRNKENAASILLALCSYDPEYAKQARETNAAELLTALATSREATNRAKRK
ATALLDLLKK                                                                      
>Php_XP_001772291                                                               
MADSHLSQVQLIQSLIDVVNTIGLKGDYIKSHKKECALLTRRVKLLAPLFEELRESRQKMSYKTCTALHDLEEALQSANK
LLQMCHDGSKLYLVLERQAAAEQFDKVNADLECALDALPYDQFASDEVKEQVDLVRSQLKRAKGRVDNHDSQIHSSLVAV
LHEKEDSSAGFEELQMLAEKLELRTPAAIRQENQALQEMMLEKQNLGDDNHEQEMCFQQLFTVLRKLTSILPPEESDEDT
PELDRISDVESAGAEKAKMQVVPDDFKCPISLDLMKDPVIVATGQTYERACIQRWLDSGHKTCPKTGVLLTHLGLTPNYS
LRSVIAQWCESVGMEVPNQVSSKPKPSKLLEYSSGERATVEHLLLKLRSGQADMQRAAAGELRLLAKRNVENRVCIAEAG
AIPLLIGLLSTEDLKTQEHAVTALLNLSINDANKGIIVNAGAIKPIVEVLKNGSKEARENAAATLFSLSVVDENKVTIGS
LGAIPALVDLLKDGTARGKKDAATALFNLSIYQGNKARAVRAGVVPPLMDLLRDPSAGMVDEALAILAILATHPDGRLAI
GQASALPILVDLIKSGSPRNKENAVAITVNLATHDPVHLVTTYKLGAQDPLRSLVNDGTPRAKRKAAQLLENMRKQLEST
QPFTGSECCT                                                                      
>Php_XP_001770373                                                               
MFDKWLQSNEQPGQSDEANAVHPYHKRLEPLYEAFVCPLTKQVMQDPATLENGQTYERVAIERWIQKCKEDGRRLLCPMT
GQEVSTAVKPSLALRNTIEEWTQRNEQARIEIVRQIVTSGSDDADIVFGLSDLQTLCRKNRMNKHKVRSEGLIPLIVDLL
KNGEEVRYLALSTLRLLAENDDDCKDAIGVTNLQRVVKCLSREHTKEREGAVSLLYELSKSYALCEKIGATTGAILILVG
ILSSNSEDLTAVGHAELTLANLERCDNNVKQMAENGRLQPLLKRLVEGPEEVRIGMAEDLSVVPMTSEDKSRAAQRAAFA
LVEMLGSHNSMARAAALKALCSLSTLPSNGNLLIEAGVLAPLMRDLFVLGATQVPTKQKEISASVLANVVSSGANWETVS
VDKDGNTLTSEHTVHNFLQLIGITGPTIEAKVLQVLVGLASSNKAVTKVVQHIRSAAATVSLIQFLEAPHSDLRVTSVRL
LMLLSPHMGQELADGLRVTTRQLGTLIKLLASDCSMEEQAVAAGLLANLPMKDIHLTQAMLDEGAPALLIQRLEDLKRGV
ARVGDRKHITPFQTGIVGILVRFTYALDEQAVLDLATNYNFTELFTSLLQSGGSDELQISAALALENLSVKSSQLSTFPD
PPQPKGIYRFACFKQPSPLLGICPVHTGVCTAKETFCLVHSNALLPLVSCLDHRNPDVVEAAIGALSTLLMDTVDIERGS
QVLQNAGGIPPILVIMQEHRTEVLRQRAVWMVERVLRNADLASQISGNAHVNTALVDAFRYGNSQAKQLAERALKHLNKI
PNFSGVFPQV                                                                      
>Php_XP_001769087                                                               
MTAVPALFKCPISLELMKDPVTLCTGQTYDRCSIEPWLEAGNTTCPATMMQLESLEVVPNHTLRRLIQEWC         
>Php_XP_001767981                                                               
QLHAQMCATLAALVKRMLAIGHSLDSERGRFRKAGIQALCTLQLALDKARSLLQYCSDSSKLYLAIKGESMLTRFEEVKE
SLETILRRIVVLVSQDLACQVSNYVCLLYVQIGELQAELSRTKFQLDPEEKQIGADIISLLLQKQKGSQYENPEAEEETF
SQVAIRLGLVTTDAILAEKRALQRLLEKARFEEDRRKESVTLHILQLMKNFNNVHRMENIMRTSGDPSSWLTSDRGWGSG
KISGGGDSELDRNNSPRTHQHCADCRCSEMAFLETVDRLEDPDCSSPRTPKTPRTPRTPQTPLAPEELRCPISLQLMSEP
VIVASGQTYERVCIEKWFREGHVTCPKTRQTLAHLNLTPNYCVKGLIASWCDAHNIPVPGPPSPPPSPVSWRWELGSASE
LVKVPSGEQGKDARVVPVDDLPDEDINTPRNQDAEKAVDALSCSSTRQWANKCEDLIVDLIEGSVEQKYQAAEEIRILAK
TNARARSQFGERGAIPALVELLRVAIDADDQKAQEVVAFSLLNVAISHDRNKAAVVAAGGVPHFVELLKAGASRACKEAA
AAALLTLSCLNENKACIGSSGAIPLLVKLLISGSNQGRKDALTTLNNLTILPGNRPRVVRAGAIPILVHLLSLRKVDLLE
KIVALLCILASIEEGRSTIADTEGGIAVLAEILDSGSIKEKEHAAATLLLLCTNSLQHSQLVLREGVIPALVSLSMGNSP
RGQDKAQKLLQHFREQRQKETVFSHSAPLSVSLSMGATIDGESSGTEPQQESLLSKDVASSPRKEQKKKFGKSRSGSLGF
IWKTKVALPLYQC                                                                   
>Php_XP_001767193                                                               
MRLFGVVSDLFNKWLQLNEQPSQSEEALAVHPCHKRLEPLYEAFVCPLTKQVMQDPVTLENGQTYERAAIERWFQECKEN
GRPILCPMTGQEVSTTVKPSLALWHTIEEWTQRNEQARMEIVKQIITSGKADADIAFALSDLQILCRKNRLNKHRARTEG



LIPLIVDLLKNSEEVRCLALSSLRLLAENDDDIKEEIGATDLKRVVKCLSREHTKEREGAVYLLYELSKSYSLCNKIGET
NGAILILVGILSSNSEDVAVVDHAEKALANLERCDNNVKQMAENGRLQPLLKRLVEGPEEVRIEMAEDLSIVPLTSEDKS
RAAQRAAFALVEMLGSHNSVARATALKALRSLSTLPSNGNLLIEAGVLSPLMRDLFIVGPNQVPTKQKEISAGVLANVVG
SGANWETVSVDKEGNFLASEKIVHNFLHLVSNTGPGIGAKVLQVLVGLASSNKSVTRLVQHIRSAGATVSLIQFLEAPQA
DLRVTAVKLLMLLSSHMDQELADGLRVTTRQLGTLIKLLDSDQPMEEQAVAAGLLANLPMRDYHLTRAMLDEGAPALLLK
RLDDLKRGVVRPSDRRHITPFKTGMVGILVRFTCALDDQRILNLASTYNFTELFTSLLQSGGSDELQNSAAKALENLSEK
TPQLSSVPDPPKPRGIYRLACFKQPTPLIGLCPVHSGVCTSKETFCLLHAKALLPLVSCLDHRNPSIVEAAIGALSTLLM
DTVDMERGSQELQNAGGIQPILVIMQEHRTEVLRQRAVWMVERILRNGDLARQISGDPHVHTALVDAFRYGNNQAKQLAE
KALKHLNKIPNFSGVFQKV                                                             
>Php_XP_001765686                                                               
MVLALPPPPTPSAKTLVKALLSLTKAVASCGKPKFSQHKNATNFIRRIELLTTLFEELRESTRPIPPSVVIVFRDLHSLM
QKGYMLLEECRESSTFWLLMEQETYGQYFHELSQSLGKALSALPFDLLDLSEEDLEQIAMVRKQVLRSRLSLNPVELQLR
EDLISTLKLMELKVAPNPSDLMQFFSTIQLLNARDCETEIHRLEELKMEEGRKEDLKTQQGLANLVGFVRYGKYVLYSSE
FEGLDEEVSQVLSRNSEGSIEDSTDVSMVTPPAEFLCPITLDLMRDPVIVATGQTYDKTSITRWIGAGNSTCPKTGQKLA
HQNMICNFALKSLISLWCEENNVPFEMDGVHRSIKKGAGIQHIAQGEGAALEAMQLTAKFLIQKLHTGNQHVQKLVAREL
RLLSKSGPENRICIAEAGGISILLPLLSSSDAKIQEHAVTTLLNISIQEDIKKQILAAGALDVIVDVLISGHTMEARENA
AAALFSLSGNDEVKVLIGGKLGAIPALVTLLREGSGQRGKRDAATALFNLAVYHGNKAKIVEAGAVPALVVLLSDESPLM
VDACAAVLALLATFPEGVNAIRDASAISVIAPRLRHGSPKGREYATSVLLAMCKTRDRVILDDVSQHVNTIVPDLYNLLT
TGTLRAKRKAGALLKLLRSLEASV                                                        
>Php_XP_001764309                                                               
MALGSSLQVQERTQLKLQLPHQVIVPAFFLCPISLELMRDPVTLCTGMTFDRASIERWLGLGHNTCPATNQILESQELIP
NHTLRRLIQNWCVANKAYGVERIPTPKAPAEPGDVKQLLEGIGQCEEVGCDSLKNLWSLAKECERNRRCIEKVGAVPILA
KALAQLWVGMRYSAGCNRGREVACEEALATIALLQLDDGDRRALVAPESLECLVFLLTSGSLDAKLNAADVIHTLCEEDP
HVKTAVASLPGAMKGLVNLLKDDLCPRAVQAGLRCLLCVCLPRSNRVMAIECRAISVVVELLPNTEKRTKELAFAVMEIL
ANCAEGREAISNHALAIPMIVKSMLGVSQRVTECAVSTLWVVLSYASNRSVTNTALQAGAFANLLMLLPGECSQRAKHKA
RDSLRLLNENWGSYTCRPADEARIINKRDLGQLRFKTDLV                                        
>Php_XP_001761829                                                               
MLPLPPPATPSAKSLLKALISLTKVVSSCGKPKACQSRNVSNIVRRVELLAALFEEIRESRSPIPPSAVVGFQELHRLVQ
RIYILLEECREMSVFWLLMEQEEYNQYFYELTQTFGSVLSSMPLELLDLSEEAMEQTLLVRAQVLRARLALNPVEVQLRE
NAINMLQMVERNEIPRLSQLGSLFNKLQLLNATDCETEIHRLEDISMQENRKDDEKTQHGIAGLISFVRYGKYVLHSADL
DEVDDESSQVSSRNSRREGLDEVSTSRPGEDAAMVGPPVEFLCPITLDLMRDPVIVTTGQTYDRTSITRWIQEGHSTCPK
TSQKLDRNKLISNHALKSLISQWCEDHDVPYENGTLKAGKKVAGIQHVHSTRVGLGAMRLTATFLIEKLATGNVYVQKHV
ARELHLLSKSGADGRISIAEAGGVPLLLPLLSSSDAKTQEHAITTLLNLSLVKENSKKIVAAGSLERIIEVLKSGHTMEA
RENAAATLFSISVSDEFKVEIGSTFGAIPSLITLLRDGSMQRGKKDAVTALFNLAVYHGNKAKIIKAGAVPLLVVHLSDQ
SSSIAETCAAVLTLLATSPDAIDAIHNAASISEFLPLLRNGSPKGRENLASILLSMCLSGDQKVIDDIFLHLKDIVPILH
SLLLSGTPRAKRKAASLLKLLSSLNPAEVKRCFSGVRLTAH                                       
>Php_XP_001760681                                                               
MAQSSQRGAGLQRREGVMADISPPPASLLSKALVNSLVSLTQQVASCDRPQVCQKRNAANLARRIRLLSPLFEEIRDTNP
PMPPSALIAFRDIYHVMTKTKELLDDCRESSVFLLVFRNKSTSDKFHEITGDLASALEMLPLGLLEISDEVREQVELVKM
QVLRAKLIVDAAEGALAEEVIELLAQFERKEEPDATQLQNLFARLELKNARDCEKEVQRLESELDSVDYTDQTLASVTNL
IVFVRYGKCVLYGVTEMEDGSIGPRHSSGEVVNPPDEFRCPISLDLMRDPVIVATGQTYDRVSISKWIEAGHPTCPKSGQ
KLGHVNLIPNYALRSLISQWCEDYHIPFDKPENGSKGFAGNNQGATSKAALEATKMTASFLVGKLATGSPEVQKQVAYEL
RLLAKCGTDNRMCIAEAGAIPYLVTLLSSKDPKAQENAVTALLNLSIYDNNKSLIIVAGALDPIIEVLRFGGSMESRENA
AATLFSLSVVDEYKIVIGKRPAAIPALVALLRDGTPRRGKKDAASALFNLAVYHGNKSSIVESGAVTILVSLLGEEENGI
ADDALMVLALVAGSTEGLTAIAEASAIPILVRMLRVGTPKGRENAIAVLLALCRNGGERIISAVMQVNTAVPSLYSLLTM
GTPRAKRKASSLLKLLHKREPVDRHHPPQSTHFLSSSHFRQAATRQ                                  
>Php_XP_001759114                                                               
EVPEFFLCPIHLEIMADPVTLSTGMTHDWMSIKRWLATGHNTCPTSNQVLQSKDLIPNRTLSRVIQNWCTENKASEIDCL
PTLRPQVEPDTTKTLLHGLST                                                           
>Php_XP_001758822                                                               
MFQSWSREPAIPRWHALAEAAEDEPVPPLETFLCPLTKQVMKDPVFLQSEHTYERRAIENWFSSCQQRGCQPTCPVSGQV
LSSTDLQPSLLLRQTIHDWEQRNVGVRIRQARLHLCSTASDIILIAEDSDENRRMLYEAGIIPVVLGLWQRNARGRPHLR
TLAISALSKMAIGSQENKDTMVEMGVLKLAVQSLGSCVDKETETAVGLLHELSLIPSLRARIGAEKGAIVALVRITSTHS
SENVENSNIAEQILLNLEDIDFNVLQMAQTGRMKPVLTRLNQGSEETQVNLAKHLSKMILTNTNKEYVAETGGETLVQML
SISPSASAREATLGAIFNLSTVDGSADALIKAGVIPQLVSTITSSQAHTNLQEVALSILANLVLGNGNWEDCKVDEDGNF
LHSEEIVHKLFGLLQSGSSQWKEKILLTLCRMASSPQVADVAAARICSCGGLTTLMTLMEDSDTSTRLNALRLLSVLSAH
VGDDIATTLRSTLQLKYLKEVLQQHGKAMLEERVAAATILANVPLTEFEAKMVLCLQVIRVLEVEVLEWTVAALQESKTV
RLGRQSGRIDPPMQEALMGILLHFARNSNVKILNTMRQLHLLTIFKEKVMEHSWTPLIKERAALGLQHLSQRAHLFTLRG
SPPQASRRRPSFGLCMFPSKTIRDLPEKCDVHGGLCDPNRAFCLVAARAVAPLIELLEDEDNAIREAALGALSTLLMDGV
DAKAGVEELIRAEGVQPILNLFYSVREGRLQERTVWMIERILRVEQYAQGYATDQGLLKVLMDAMIHGHPNTSLIAQQAL
ASLQQIPPGESSSPPRKSHLGPRNSM                                                      
>Php_XP_001757463                                                               



FDTFLCPLSKKVMKDPVFLQSERTYERSAIENWFNFCRQQGRPSTCPVSGQVLTSTELRPSLVLRHTIQEWEQRNVAIRI
RLATSRLGPTASALEDIILVADDSVENRRKLYEGLLSAVLGLWQRNVKSRAHLRSRAIAALRGMVVDSQENKDAVVDMGA
LKLAVQSLNSGVEKERECAVGLLYELSTYPSMSLRIGSEKGAIVGLMGVTSAHNGNAEISNLAEHTLLNLENVDANALQM
AEAGRLKPVLARLCQGSEETQVKLAKHLSQMILTNTSKEVVAETGGKALVRMLSISPNAREAALGVLYNLSTLEDTAHVL
IKAGVIAHLVFTIFSLPAPENLKEMAISTLANLVVVPGSWETSKVDKEGHLLYSEKVLHKIFGLLQNGSSLWKEKILQTL
YGIACSTEVTDAVAANICSCGGTITLVNFMLHSDSNTRLNALRLLSLLSVRIGDDIAAALRSTLQLKFLKEVLQLQGKAV
LEERVAAATILANIPLTEFEVIRVLEIDMLQWTVNTLQDCKSGRIGRLSGRAGCAMQEALLGILLHFARNSNVAILNSMR
ELYLFTLFQEKLMTHWTPLTKERSAVGLQLLSERAYLFTLRNPLQAPSNRGAFFGLCLFPSKTIRDLPEKCDVHGGVCDP
NGTFCLVAACAISPLIELLEEEDDYGVQEAAVNALSTLLMDGVDIKGGVEQLAHAEGVQPIFDLFYNVRQGRLQEKAVWM
IDRILRVEEYTQLYSSDQGLVKALMEARRHGSPNTRALAQDALARLSK                                
>Php_XP_001755474                                                               
MTTMSPPSAILSSQALANSLVVLAQQVANCGRSQVCQKRNAANLSRRIKLLSPLFEEVRDMNPPMPPSALISFREIYHVM
MKTKEMIEACGEASVFLSIFRNKSTSEKFEKLTGSLADALEILPLDLLDISDEVREQVELVKMQVQRAKLFVDSLEDALA
EEVIELLARVEREEEPDTRQLQSLFANLGLKNARECEKELQKMETQSECVLYGVTEMEDSNWSQESSVEDSCEFSSSGRV
DVIANPPDEFRCPISLDLMRDPVIVASGQTYDRVSISKWIEENHTTCPKSGQKLGHLNLIPNYALRSLITQWCEDNHVPF
DKPEKSSKGGAGNNQVASSKAALEATKMTASFLVGKLATGSPEVQKQVAYELRLLAKCGADNRMCIADAGAIPYLVTLLS
SKDPKTQKNAVTALLNLSIYDKNKSLIINAGALDPIIAVLRFGGSMESRENAAATLFSLSVVDEYKIVIGKRPDAISGLV
TLLRDGTPRRGKKDAASALFNLAVYHGNKSPIVNSGAVAVLVSLLSEDEAGVADDALMVLGLVAGSTEGLTAIAEANAIP
ILVRLLRVGTPKGRENAIAVLLVLCRSGGEKMVTAAIECSTAVSSLCSLLTMGTPRAKRKASSLLKLIHKREPEHHNPPS
ANFISNAHFGQLATRQ                                                                
>Php_XP_001754193                                                               
CPISLELMKDPLTLCTGQTYDWCSIEPWLEAGDTTCPATMLQLESREVVPIAAVNARMVLLEPRIRRQCSVPVHGEDVRR
HFNN                                                                            
>Php_XP_001754056                                                               
FICPITRQVMKDPVQVSSGQTYERSAIEQWFEGGETTCPLGVKLKNTKVKPNHALRQSISEWRERN              
>Php_XP_001753758                                                               
MAQIRRRGVFRQRAESPMADMSPPPESMSSQALVNSIVALAQQVASPDRPQLCQKRNAANLTRRIKLLSPLFEEIRDTNP
PMPPSALIAFRDIFHVMSKTKELLDDCRESSVFLLVFRNKSTSEKFHEITVSLASALDVLPLELLEISDEVREQVELVKL
HLQRASLIVDPAEDALAEEVIELLAQFERKEEPDAAQLQKLFSKLELKNARDCEKEVQALEAGLEFVDDAEETLASVTNL
VVFVRYGKCVLYGVAEMESGSNGPRTSSGEGDSEVSTSGRSDVVVNPPDEFRCPISLDLMRDPVIVATGQTYDRISISKW
IEAGHLTCPKSGQKLGHVNLIPNYALRSLISQWCEDYHIPFDKLEKGSKGGAGNNQVATSKAALEATKMTASFLVGKLAT
GSPEVQKQVAYELRLLAKCGTENRMCIAEAGAIPYLVTLLSSKDPKTQENAVTALLNLSIYDNNKPLIIEAGALDPIIDV
LSFGASMEARENAAATLFSLSVVDGYKIAIGRRPAAIPALVALLRDGTPRRGKKDAASALFNLAVYHGNKSAIVESGAVT
ILVSLLGEEEGGIADDALMVLALVAGSTEGLTAIAEASAIPILVRMLRVGTPKGRENAIAVLLALCRNGGERIVSAVMQV
NTAVPSLYSLLTMGTPRAKRKASSLLKLLHKRDPADHQNPPSTNFVPTTQLGQVATRQ                      
>Php_XP_001753438                                                               
LTRRVKLLVPLFEEVRDLKLTLSEEDLVCFNALEASLNAAKVLLLLCNKGSKLYLILEQKNVAKQFLMLNTALGQALDKP
ISIEISDEVREQVDLVHNQFQRSKGLEDPFDAQLNAELLSVLDETNECSKDQLRRLADLFKFDTARALIKDLQALHGMRT
EKEAATDGILVNESRFEKLFRLLNDLKNLFPPEDLEQDDPELNKLQVAQRVGVEKTSVQPAASDLGPDKGVLNIPDDFKC
PISLDLMKDPVIIATGQTYERLCIQKWLESGKKTCPKTGVSLTHTHLTPNHVLRSVIAEWCTVHGVEMPKKRSKSNQCSA
EDKAAIDELITKLSCSIPDVQRDAACELRLRAKKNVDHRICIAEQGAIPPLVGLLRSPDQKTQEHAVTALLNLSINENNK
GLIASAGSAIELIVEVLKGGCMDARENAAATLFSLSLVDDNKIIIGNSGAIPALVALLHDGTARGKKDAATALFNLTIFQ
GNRARAVQAGLVSPLMKFLTEQPVIMLDEAVAILAILASNHEGRLAISAVGPPPTWLRVIMAESPRNKENAASILLQLCS
HDPDYAKQTRETNAIELLTVLATSRDSTNRAKRKATGLLDLLNKPQPETIT                             
>Php_XP_001752325                                                               
MLHHREYRQLEPLYEAFICPLTRKIMRDPVSLENGVTYEKSAIDRWMQECRNSGKEPTCFVTGNLITAPPKPSIALRNTI
EEWTTRNEQSRIGIAKKLITVEASENDVLCALTDLQVLCRKKANRYRIRKVELIPQIVDRLKNGEVVRILALAMLRILAE
DDEDAIVAIGQTDALRLAVKCLARDGPEEREESVKLLHELSKSYFMCEKIGATNGAILFLVGMTSGSPENMVAGDIAEEV
LSNLSKCDKNILQMAENGRLQPLLDRLTLGDAEVRVEMAEVLSDLTLTPEGKARAGELVSRTLVEMLNSSSSSSEKAAAL
KALRSISTLETNGSKLLEAGVLIPLMRDLFVVGPNMVPMKLKEVAATILANVVNASGMWESMPVDDGGDTLTSEATIHRF
LHLISNTGPKIEAKLLLVVAGLASKPRAVSRVVSAIKSSGAIVALIQFLEAPQPDLRVVSIRLLYLLSFHMSQELADGLR
VTTRQLSTLVKLVGQSGVTEEQSFAAGLLANLTSQDKHLTRALLDENALPTIVERINEVRRGVVNIGGARHIAAFQKGLV
GILLQFTYELDDPVFVDAAQANDLTSLFTALLQTSTLDEVQRSSALALENLSVKSPQLSIVPEPPAPVPVCPLFPCLFQK
TPPLRVALCELHGGVCSMKTTFCLLQAEAIGPLLACLDHRNTSLVEAAMGALSTVLMDTVDVDKGVMVLYHADAIHLILM
VMQEHRTEVLRQRAVWMVERILRNVGMAQAVSIDSNVHTSLVDAFRHGNSHARQSAENALKTLNRIPQNSVANAPMIRRR
>Php_XP_001752321                                                               
MASPGRGVRRRSVLAQFSIGVRVRCFELISRLERFYNTAVVDAVGKELIAVSTVAKSAWNASLRGAFRRSMLGFKASVGL
VSRQAGSAMAVQSVGQLSHRIAMLAVAAQGVMNTKDLPTHVVLVDFANTMGDLAISLKELQKDLEIHFQAEPIQFQQHDI
EAEMTVVEQLVMAHKAQSQLSSLLSCPFLLTKLQNFRGNLSRGLECILPDTCSELVKLQISRTQQQLKDGPPKLGLKEQA
VIDLLGQITETSTPLKCKELVESVADYLDVVPGDSTFADLLENTKKDISKVDVCDSGTFSTYLENCIKVLEKGLNFQQEP
AEGNNGALLNLLSPPSSHRTMREVVAPSSPLSSFICPITKQIMNDPVQIASGQTYERAAIEQWFKDGKTTCPLGKKLKNT
KMMSNFALKQSIAEWRERNYNIRLDNAEFRLRSFQPMEQMRGARDIKLLCEEDGINKYGIASRKMIPLLIQLIETTDSPT



NLRELCFDALTALALDHQENQETLVFEGLIDLLVRSLRNYNEAEPAINLLKVLSGNPKAAEMISRTPNAVLLLVTFLGHK
NENLVISTKGILVNLPTTDENVVIMAEANLMKPLVVRLVEGERESKILMARTLARLEHMPDSSRSLASSRDAIKTLINMA
NSEDEEEVDAAILALKNLSTAPTAGVVIADCIGLEVLIRLLSSKKISVVTKVGASHIIANVLVAIGNQWVRSEDMVADLD
NFVETFFLLISSVSTPLAAQSHLLQGLLGLVEGKHTGQVVKDIMIRRNALSGLLSHFRKKELEARRDSLKLFASLSRKHG
AEAWSAVRIHSGTLQLLVGVLKTEDISEPEKLAAARIISHFPAEDHSLTRTLQTLNIVPVFVNFLSSPNQSMQEASLVAL
VRFTFPEFPDLQKQLAEMGVIPVLVTLLDSRRPRVKISAAHALANFSKSTPRLVKPIASKKWWQCFTPPQESCKLHAGVC
TIETTYCLIVAEAIHPLLSIVREDDGKITEVALEALYTLLDNEHWERGCHTINEANGISIILQNMPKCTARAQEISINMC
EKFFRIPAYQASFGPPSQMHIITIAQQASPSTRDVAGRILRQLDLLQTQSHYWISSTSK                     
>Php_XP_001752153                                                               
MSHHQEYRRLEPLYEAFLCPLTKQIMREPVCLENGLTFEKSAIEQWLQKCRDLGKEPICPLTGKLITTPPKPSIAVRNTI
EEWTTRNELARIDIAKVLITADASENDVLHGLRDVQVLCRKKFNKNKIRNAGLIPQIVDRLKSGREARVLALSTLRILAE
DDDEAKAIIGQTDILRQAVKCLARDDPTEREESVKLLYELSNSYFMCEKIGATNGAILFLVGMTSGSSENMVAGDIADDV
LTNLSKCDKNVLQMAENGRVQPLLDRLTQGDAEVRVEMAEVLSELTLTPEAKARAGELVSRTLVGMLNSSSSSSEKAAAL
KALRSISTLETNGSKLLEAGVLIPLMRDLFVVGPNMVPMKLKEVAATILANVVNASGMWESIPVDDGGNTLTSETIMHNF
LHLISNTGPAIEAKLLLVLAGLASKPRAVSKVVSAIKSAGAIVNLIQFLEATQPDLRVVSVRLLYLLSFYMSQELADGLR
VTTRQLSTVVKLLGQSSATEEQSFAAGLLANLPLQDTHLTRALLDENALPTIVERMNEIRRGVVNIGGSRHIAAFQKGLV
GVLLRFTSELDDPEFVGVAQEHDLTCLFTELLRTSTLDEVQRSSAEALENLSAKSQQLSNVPEPPASMPLCSFFPCLFQR
PPLPTTDVCQLHGGVCSAKTTFCLLQAGAIGPLLACLDHRNPSLVEAAMAALSTVLMDTVDIDRGVMVLYEADAIHPILT
VMQEHRTEVLRQRAVWMVDRILRNTEMAQAISIDSGVHTSLVDAFRHGNFHAKQSAENALKTLNRIPQNSVTLAPMFRRR
>Crei_XP_001703257                                                              
MKQFLRGLRGAADAREAGGGQDGAQEVVGGPSEPSRAAPTPSTSSAPAAAEDPGKPQAPSSFYCPISMELMHDPVMVATG
HTYDRQCIEKWLNQGNRTCPVTGMRLRHLELTPNYALRTAIQEWATTHGVSMNAGGGKLNAPYRYEDEPRNILQGHEEIV
WAVEVCGRRLFSASADKTIRVWDIESRRCEQVMEDHTRPVLSLSIANGKLFSGSYDYTIKVWDLATLQKIQTLSGHTDAV
RALAVAGGRLFSGSYDSTVRVWDENTLQCLDVLKGHNGPVRTLVHCRNQMFSGSYDRTVKVWDCNTLECKATLTGHGGAV
RALVASSDKVFSGSDDTTIKVWDAKTLKCMKTLLGHDDNVRVLAVGDRHMYSGSWDRTIRVWDLATLECVKVLEGHTEAV
LALAVGNGVLVSGSYDTTVRFWDINNNYRCVRKCDGHDDAVRVLAAAEGRVFSGSYDGTIGLW                 
>Crei_XP_001702803                                                              
MAYPAPTGPLSEGGLTGPWASALRVPRSFRCPLSGGLMRDPVVSPVPAAGLPAGTSFERAALMGWHAGATAGTQSAPLPV
PPFQLLPNASLRAAISEWLEAHGLDAAAAEQLLGGLSDTSEYAGGISPGRHRATQVPPAGKASSGRQHQHQQDRPTVAPT
AHSGGRVDEGLHFLSELPSEPEAAAGQGMSAGGPGGQASRGAGNPTAPASSTGAEGRVGGGGNESGSEGNGGVSGWSGPL
RSWLGRLPSALGVGRRQGALGTDTAAAATAGPGSKPWEGAGVRSAADSAGPRGRRGTMDSVVRAGSQADHPRHRGTATAA
TTRLQEETDNSEVEGEDEEEGLWAGSARVRHTALDRGGGGGSGGGLRHVMSAVLELAGLGLGVRGRGSEEGEQGGSSEPY
TEAGLGGGLHSSASLGRLRVPLGSGQERSGAPARHGKAESRQYQQRQHGEQHLQRMYGSAGGSSEDSEEEDKAAEAQVAR
LRSWLEGAPAPAVSDLYTLLRSCEAELLAPAQIGPLCCTSVPCGPSAAGSNNSHSTAAALLLAMPAPPPPRVTAMAVLPP
PPPPPSWSGLLGLIGGSGGAGGSAAGALGSGLLGGAASPLPRATGRGGAGGAGGSVGASVHPHIHSRSSAFAVLITRDRP
SAALLQELPADLPTPAPELPHAPAPQPGPTGRCWALPAVRGRVTAVAACPRGGSVAVGSSAGLVALWRGFEPEALAALRE
MQDMSADLDTAGLQLTGSGAGADQGEGAGEGLPPPLEWHLCGRLGWPEEVLSVSTLALNGTSTSTQASTQANITGIMGSK
LSTGSMGAAMMRRIGSTGQLVGLGAGHSSGSSMVMPFMLLTPHEHELGFTYTALPPDSAGDTAGGRRQLEGGEAGEAGEG
DSRTGGQRRRGAVTPRAGGANSGLEAGSAGGGALSPRAGARRSLSGGMWLPAGGSVTCLAASPCGAHLAAGLADGSVHLA
LHAAAAERVVLAFSPDERRLLVLALGLRPGALGGQQQQEGAAPGAAAGGSAAPVAMSSPNAARLGAGAQASGPPARRSVN
GGHSGNLVQQRLAAALQRIDSAERSSRGGLDASAGAADPGVAGILAGGAPSAAPTYSAARYTLHCFPLTAAEGLGGSDVQ
AGGWGDLTLDWLEPPHYCPGGSLAGLQLHGGGGGATTLRPGALAATPLTGLTVSPDGTCCLLLDCSPTPPQPTPAAGMPL
WRRTRFDMSICYSSPQMRQPQPSPQPHNRSSPPPGASGKALGNRSGGTERSGGQ                          
>Crei_XP_001700645                                                              
MTTAEEMVPDCFLCPLTCRLFKDPVVAADGATYEREAIERHLRHVATSPLTKQRLASTATYPNNALKAAIEHWQASQAMQ
QMLLLQSHPHPRHHQHRGSGSGSGGGGGGEPAAGLTGLVGRR                                      
>Crei_XP_001700626                                                              
MPRLETRSQIGTGSLRRTPMWKRADFKDPITLNVISDPVILAATGQVYDYASLKDWFRTGHRICPRSNIEVLDVQVVRVP
WLRCRIRDWVLTHGSAAQRRCLRAAEGRPDAVERLAHSGTGRLTRNCCNRPNRHNRCNRLNCHNRHNRPAGVRLLPRPRR
RLSGAVDPGPGRQIAFGALRAADELRALGLSAEALVSYWCCSRAWLE                                 
>Crei_XP_001699257                                                              
MAAVPQQQQSLQEQVARLTADVATLKATMEAQTEQFRAEFQAQIDALQAEEAWLSKAQGSRLRSGPLESLVAALEQCLCV
LDASSVAASSASVLLIAGPVLQRLRESIGDIAAALQALAAAVEVPQPRSGEGSDSDGSESVVALLRALRRELLNVPLTAL
EERVVGCEALRSRLRALTEVQAGEAALEEAVRSALLQAGVPASRLRNPEARSELVAELFDLQSHSAAAAAGSTSGSGRAA
ASGPLLSEADCDILKTPTPDAQGPGTSSANGSGGAFPSAAANNSGAAAASSGQAQCNAGCVANGMGAGCCDGNGAAGKAA
VSSAAAGALLPLQRSLLCPITQLLMRDPVTTAAGHTYERCAIEAWFLNNNTDPTTRQLLTSKALIPSWTVKGAIEEWLAA
AGLSHDQYDDMGDGAAAVYGLDGPGLRFILGGANAAGGTAAPASASAASNGAAAAACQVPAAGSSSAYGSFAGCTWEQVA
DVDAEAQAHLEAARVSAAVARALTDKLGAVTMKELREGAVSETHVLGLGLKALDQRRLLQALVAAGGGASANGAAGSAVS
SPAAGVSARLMDYVTVSAAWQTEADALGGPLAPGRYGIVRALQEPHRVWWYTRAALTAVPAASVPPALRLELPVDEDNMG
APVTPWTCEPGMLVRRGYDWRNAADRQGQGGEVGMLAESRQGGRMWRVFWSNGGEGVYATGQDDKYELQHLQVHPFSGAP
VVDEAVLTPGCGVVRGLHWTYDNQDGGPGTIGTVQHDDRHGYVAALWPNHRLARYRASTQQGFDLHYCSRPGEPVTVFNA
QAGLKVTRGRDWKWEAQDGEGGVGVMIRPSMCAEEGVWWQVAWANGTHNQYRVGRPGSQWCDLQVATYESNGDSGRILPG



TPVVLAPDFARFSDAKDGPLRPGKVGVVVAVGGGEARYKVMHLRTSSTWFYDRRALRPLPGCMAVARCKRMKLNREGRAA
FLGSDAGGGTGGDTGRSPRAIFYCGAALGQCRCGGCDGRCGPTNGCPCHACAELIGKRLTAEGGLADGGSGGVDPALMQA
LLALAVLEDDDE                                                                    
>Crei_XP_001698982                                                              
MAPRSVRPDRGAVNSGMATILLLLATAFVLAKAGGSATATDLGIPLYIPSDVPCSELFAFHQALSEDGTGDGSEAWSEAP
NTGDGGTAQQSQYCHISYAATAVSTLEGRPTIAYDTTYLVHKELLSHVLNAVRRAKERDTRQTTQSTTSTPSLPTPQGSG
PGFWALWLLCPTVLVALDALQVAPDNPWMALYICVIATCRTLADGVASVLVTGLLNTWLPLLGHGAAAAVVWLHLLLLPA
VMVTAMSVAAMPGVAIMREPAQASSGVTYERPAIMQWLEHRRIDPVTHVPLKRHRLSPNLNLRHMIEPQPRQQSRPLARA
GQGPAALRRRMQ                                                                    
>Crei_XP_001697382                                                              
MTTTAADRKAADELKAEGNALFTKGKYAAAIEKYTEAVTLSPDWPVLYVNRGMAARKKGDWERVEADASLALGLVGGSSE
SREAMKAHYLMGLAMGQRGQHERSTHHLKKALAAAREANDNIKDEIWRELAAANYSNWQVRGRLMRWVMRVLQHPTRQHV
KQQCLRRNKQISDEPLPAEWESLFRAAAWQDTASEAPSQFTCPLTMEIFRDPVVAPSGRSYERTALLEHLKKVGKFDPIT
RQPIAGEEALVPNVSLRAAIELYLEEHPWGWAEVK                                             
>Crei_XP_001696944                                                              
SVRANACVYTGKWQYEVTVCTAGIMQIGWATINTRFTSEEGVGDCPDSYAFDGKRVKKWSVECIPYGESWAAGDVIGCCL
DLHRGEATFYRNGRSMGVAFARVRSLQPHLAYFPAVSLSHAERAELNFGATPLTYPVPGYQPVQAPPRSGDVESAAYLLG
CLERLGTCVQPRFEPAPGTAAATAAGTSGGAGGSTGPGKDPAADGSGEVYGLGRGLLGPLLLDDYVIAAVLTPTLLRLAA
AAEKDAAADQAHQRTNLASGLGAATLLELTLDPGVLAAVVACLMEVLAKRCVSAAPPPEGGSRSRPVLRAAWLRSQNLWE
VLEAFLTRKSPSPEDLKRLLPAVWWRGCPELTGEREHMRAAMGELSTAMARVEACQYELMCCLLGSPGVGGDPREDALVE
FLRYLVHKNRGATRDIPPPGLSNHTVLISAYFALLRMLRAALPVTNSFPAGALFVKTAHQADLEPVNSLVRLGGIVTHLC
RESPVTCPAQLAPLHLVDAAMTLYAFKVGSSVKMMHNTASSLTASLSGKEEEVAAGIRFASLLKVVFFSGWKQEAWLCLA
AWLGRQGSLGDLIGALVVLLHEPRICTPDAKEALVAGLGSLLGAPGLMAEVERNAVARARLAGAAVAAFDSRLWHPVAQV
LLKMVRGMGFGDDAPSGTPAHSPQERLSSGAAASSSASGPGHTGACGGGGGSTQFRAALAAELRPGGPALQPFLHRLFNC
ANWATSDFAATVADLHDSSRSRRHVTEQQQQYRKAGLLFELVTALLRLLEWAAASLPDAFLGQEQGQGQGQGQGAAEGEE
APPAALNLNRLLEVVSFVLSHFTEGSDARRLTELLALPAADGAGGMSSTLRLERSLLADKVHKAAALAPVVGALLGLWRS
ADSHTEKQMAYLRGLDWWAALPSAEPAGLEAVILPDSQVTVDRSTIERHFLTSQTDPFSRTPLARAALTPNTELRAKVQA
WLRSKGRTG                                                                       
>Crei_XP_001695642                                                              
MARSAVLPHLLQLSNRTRLYDPHQQQQAPTPSAAALDYPPAEVKGAAAADADAEEEQEEEEQDAPPPLFVCPITQDLMED
PVVAADGFTYERAAIAEWMSRGAVGGRTPRSPLTNLPFEHRTVLPNRAVKSQINSWREEQAAKAKAAQQRRRGTERPQED
RGQ                                                                             
>Crei_XP_001695067                                                              
MPVLQPCSKALKLGVGLFVLSLFVWQLLESRHEQAVTKLNKTSLEALLQHLKSEELVRRQLSPGGPHADRAGGRHQQPHH
AAFHFVSSGLPGRGPQSCTISTQEAGCPAGGAAGSGDAAEGHASEGDPAAMAAVAGRTPDGGADVSGGGTEGLTEPPQCP
VAAAVVAAAHHDDSPEAGAMAAAACGDTAAATSAGIAQAEQGEAAAEPAAPLPATLYRRVVGGAAWLTSRLPPLLPLTAG
GRFDLWYSGQVQLLALMPRYYLLLSPALAASGVPLPLLDWARRHRLPHFTPLPPTAHQQPHQQQEPGPGLAPAAGGPGLG
MSYSGSSNRAGSATHGDSEEVRQRELLLPQLPAGAGDALAECRLEESSSLWVLSASAANGGASVARVLQPHSPVCSGAQG
GTMSGWMRGGFHVGGGVLAGAWLPATAAAPAATADAGAHDLGGPNGRADAERYWQQERDQARSADREHQQPPQPPPAVAG
FVARGLAALRAVLSGLDGSTLYYCSSYLCDTTLYKPRKIASDGLICSYAECLLATRLLLRWRADVEDAAGVQLDTPTANI
IWRRVCQEASGPRLFCWRRMLAWRGPLDGALAMYSRLSAVEVATRASKQFIQVASTARLLHDSVEPLTLTQMAAVLEPDN
RELWRLLAADDGREAALPLTAAQHVLVPDGQGMAAGTGSGGGDVIAPRAFLCPITHDVMTQPCLLISPQLLSAPTYERSA
IQTWLTLRQTDPRTNTTLITWILLPNDELFRCIDDWARGLEVVAVEATEAVAAPIDAAAEQCAQ                
>Crei_XP_001694662                                                              
MGLMLPRSLALLHAWWLSSTEDLALALAHLSQGVPLVLDPDSSAGLRVEPDAVLRCSLADPEQDPDQAAAGGGPGGLPLE
QQGNGTSGGRRRRSAAAGSGLGGEGPEDAEEGAADVDEEDEDGDGDEDDGDDDGEGGQPEDGAAESEGVPEAAQPPALTQ
GLNGEADRVDVVAEDPTAAAAQAALDAAAGGSAGANSDSHAGGEAVAAGAGQEGAGKPTAAGDVLPAPAAAGAGAGATPL
RPAGKRARGGAASGIGAKKRRWGGADAEPMRPFRCVVLEARGRMPLLNLNTAAPKPAATTAPASDTESSETSEPSEAQQP
SPEQSQTPEPAPSAGEDGAENCGADTNMSAAAGGGQSSQRCRAPAPPATDAVTASCAAVGEGENGSCAAAAEGTVAGSEA
INSTGAPAQPNNIDAATAASNRTTAAGAGRGRAGTGTGAGRAGRRQRRRGATGGPRDTAAGSSVCRNVIFVRPPQRAELA
DHVREVEASPLGLPPVELLRRMMPKAAELAGWLVLPHAMLARYVLLLSNPPPALLLGAPGVGPAPQAAAAMPGGSSGVFS
LGAWDGAEAGAGHVGTAVRLLAAWLGRMPLLHVGTQLMLLAGGLMTFCDLQLWSRVAAELASLRRPRRPWPRRRLAAWRV
LYEGLVQPQREALLSWNITHFVLLPLLRMALPASALDVALLLPLVYSVGVLGAGNSDVAARASAALLRVARRVRRHEGGY
HLMLLSVVEGADPAALPAGCRLLLTAIMDSGLGPPARAAVAAAMLEEAPALAAALAAEAQRREHAAAAAAGGAGAAGAGA
GAGAETGADGGAAGGGFGPGGELAAAMQAQVAPPVDRHLRLGDAAGGAVAGAAGGEEGAAAEEELEYDSDEEDEDAAQGQ
GRAGGPVVLRWPAPLQLPPEVADWEDVPRGFTCAITQGLMQQPAMLVSPDLPSAPTYERAAIQQWLASQMRDPKSNTPLR
SYSLLPNDDLSRAIDDWVHWRLRAESKAARRRQARDALRVQEDAEADAAGPSSGAAAADLDQGWDSGASSSGDEVGGGGG
AAGAGGAGASTSTGGGSRQLRARRTRSGAAAPTRSTSVLASLARGASSLLEGGAEVVSRGVAAAAATAAAAAAVTAEAVT
RQGVRRRNARRGAREWAAAGVDGVVEEGAE                                                  
>Crei_XP_001694518                                                              
MANVLLFVGRSAPQLLSSAADGAGVRLEEFAVFFTSLMASPKHIRSSFLRSKLSEVLEQWLPQTEEEDGRGGNFRRRAPS
GASADLAALFNCNPLVIQHLTPVLVQLYNDIEHTERSGAFYFKFSMRVTIANILKYLWAQPQHRAVWLAWVRSENYRGNS



EKFASMLINDLTYLLDEVVRLLKLLRQAEETRADEAKWAAMSQQERQEHESQAQFNGQNLTALVRSANSVISTLNFVTEE
LDTTRTFLQPHMVTRLRDSLNYFLKYLVGPERRQLRVKDQEKYGFNPRELLRGLVMVYLHVESIDRANPGPEGPVFAAAV
GQDSRSFDAAYFDEASLVLDSGGLLNVGQREQLASLAQRALAASTEAEAEDEEMGEDVPEEFSCAILSTIMKDPVKLPSG
VVVDRPNIQRHLLSDPTDPFSRQPLTEDQLEPLPELTARITAWRKQRSGAGK                            
>Crei_XP_001694312                                                              
MARCHPVPPFLRARPPSPLFRITTTTTTTRPSLPTVEKTRGLLRAQSLQRSNPSSRRVSVDPEGGSTSGGYAHLSPNSAP
RPARLSDDGRDDVLAGVPGVGEGGDGVGGSSSGRDPLGAAALEASPGASMGGSPGQSLSAEIRARRKAEEEAEAAAKRAE
EDAAAQEKAAEERAAASEKAGLPPPKYVCPITLSVMDDPVTACDGTDYERSALEMWLELGNDEFPGSGVKITSREFTPNP
ELKAEIAKWRAFKL                                                                  
>Crei_XP_001693994                                                              
MTAGGALSHSSSLRGPRGSVSVSSDAPDDAEWLESPSDLICPITHELFVEPVINAAGQVYERAAIEKALATKLAIKGHWF
MQVDPISNLPLPSASLTTVWPMKSKAAAYRERAVQGCIAQVCRPSCRTPVRYLRRAAELAAGALAGVPHGGAVLGVAGLT
PEVVDYVLTHPSSIYDFQALSRFAASLVGCGQRDRAAALYTQLLQLAGDTSQQARKGRWPLARVLKVASVLLLLNPQQPR
>Crei_XP_001692915                                                              
MAGRTYSYDDLRAATGGFSPINKLGEGGYGPVYRGTLDGIPVAVKVMDCTEGAMQGRNEFEAEVRILSGLHHPHVVLLIG
SCPDKGILVYELMPNGSLETHLANAGGARGPVPLGWRHRVRIAAEVASALLFLHSAPTPIVHMDLKPANILLDEHLTAKL
GDVGLARLAPTLGAPSGPAAAAAAAAGGDSRLVGTFEYMDPEYMRTGEYSARSDVYALGMVLLQLLTGREGAQVVSVVES
ARRQPLGFGPCIDPRAGDWPAAEAMAFADLALRCVEYRRQDRPDLRTVVLPTLMQLKQRTQLYEQQQPTAASSPSPLGGD
AVPPMFLCPITQDVMEDPVVAADGYTYERLAITEWVSRSPTSPLTNMRLEHTQVVPNLTLRSAIKEWRQQQQ        
>Crei_XP_001691999                                                              
MQRVHALNPSHHGPRPNAPVPGQLFDASALESVKFCKVIASLLNRPTLELEFLPQEFEELEPDDNGHYAYAPANLHPLLF
RRSDAVAGAWEWSDDGGQLWFACDNFRESVNGVPEPPALLFLLRLHLEHLLRCRLSAAGALGRRMPPPLDTTTPRPGRPL
EAAPDALCCPISHSLMRVPVVGPSGTTFDFDYIRKWVLQHNTDPVNGAPLSEADLYPNLAVRDLVERWLQQGGGGGGGGG
DGAGGSGSSGSGIGSGGSGSRETGGLPPHLVDLS                                              
>Crei_XP_001691722                                                              
MDADDPQQRLLRAAAEREEAEGRAVGDGGVEIVGLGLRLRQPKRVLVAGAIILGVFLALTTSWAWAASGATSAGSSAPGL
GIAASDAQRVLQLNYVSFHPFNLIYRLSAQTLFGLPGETASRIPMLFSNYQLEVVLRTMDRHGTAASGSHTTPAAGIPDT
SNQPGAAAGEKVACTTASPTQPQGALRQASTHAVDVAGYLASQPASAALYAAGLLTAPRAALLVAWLWDADPDGGAVGAL
MAMRNTRVDIAGAANKLTFGWMRTLGLYMWRDEASKGPQAPPSGLSGLCFWALALLCPSALTCYFAMSLAATAPLTAAWA
VLSSLTRGACELRVAAHLIALVWRRQPQAALQCVACSHGVPAVLGCHVLGGLWLAAGLLPGRVLLGMAVYMYGLWAPFAA
AAMMLMALQPNQGGMLDIGGLHHHHRQGAGGFAGEDADGANDGGVRPHVPGTGVTACVVEEAEHAPRHLLCPITHLILTE
PAVTVTGATYERSAIIGWLQQARKDPLTGHEVSPEEVFPNLAMYAVLEEYVREQAPKLQQRAAAAEAEASGQSVGRSGVT
SPG                                                                             
>Crei_XP_001690691                                                              
MLAACKAALSGLSGGGPGAGSRHAHGGSSPSDKQAEGFARAVSEGAAAQVAAYVGETRSLLVCSLKTHPAKSTAWHLAAA
CKGSAGRGRAAAAAASAPSSGSAMLELLLALHRQHGFPGGGELRELLASPNKRGQTCLHVAAANGNADAVRLLLVEAGPL
AAAAVAAAAASSSGSGSGSATPESSGSLTEAGPAPGRGGGGGSGGGGGGCEQFLLRADKAGRTAMHLAAAAGSEECVRLL
LEAAEAADAAAVAAAVAAEAAEGADGGGGGGGGGGGGSSALTPRHVSPSSRSGSAAVAAAAARSPSSQQQLGPVTAVARL
AGASDGAGLTPMHFAAAANCLGAARLLLAAGAAISAAAAADVFEAAMPCNAGWTCLHVAAMRGHLDFVLAVLRHHLSLST
EEQLADWNPSATSGSGAAAPFGRRRSTDPRAVTDRRGTTAAALAAARGFAELAAALDPDRPLAAAINGESALMGRDGREL
RPPAMFVCPITQASHGCGGGVGVLGRRGVARGEAIGIEAQEVMREPAVASDGFTYERAAIAKWLGAGKLTSPMTNLPFTS
RALYPNNVVRTAIMEWRAENGLPDPTQPPRGTGRRLAGSGVVADVNNAVGRGGGGGGMGGSAGGGVSGDPFLSHLRAHGL
>Crei_XP_001690332                                                              
IPSEFICPITQDVMSEPVVTADGHSYNRPGIEQWLAAGNATSPRTNLPLVHTHLVPNKQLRSAIAAWSAKAGYPLPAAAD
>Crei_XP_001689478                                                              
MAEKRHRGLHQRWCARSRCQEVDSVLSALLQALRDAACKGRLVGYLTADRVLARFTAAACRLDLALARLQDETRGGPPRA
RFALPPAHGHTLGRYRAAADGLAANWGVLLEACGGVLQATLQAPLLSRRVFEEALSELQAEAQLQQYEPVLLHDTGHSYD
RSALEGWWAAGHRFCPRTGVPLRRLNTSPNHNLRSAIERWQLHCEMQLSFRPVIDTLDSLP                   
>Vcar_XP_002957874                                                              
MGSKAIETATSLERFLNRHVLFVQGIDQNVPKAEVLQDARAALDKWRFSLELRGRPLRMQFSSDREYKDVIQGPLVNRFK
ILIKNLPDDLPPETLFEKFSEYGEIIQVHTASDHYGQHYAIIQYVDVASVQAAIRNGNRERILNNVLAVEPYRPNAQHVM
LPRIVNTQGLLPHMQAAPAAAVAAAAAASAAANGGVAALALRSSGGSLPGTTYAALQHQQALEMAEQERNAPYMEEYADD
GSVGVPPPPPAAASASPGGPGSATAAAAATAPDSAVADVAASMAVASFFAATTGPKHVSAASGSLTDLLTTALNHVQALE
EQLCCPITQEPLVHPVVAADGNTYERLAITAWLAKNDTSPLTNEVLPHKGLTPNNLVRKLVEEIQGIRHSSPEGADREHG
REHIAATSDQTSMAGNAAAAAPPPPPAAAAAATPETPVPYVPAPVTFVHVPQPQQFQVQEQSAPRRCALMLSLGLGGEAP
AVDWNALSYAVMFRIAERQLALGLSVVLDCPFARRELYDRACEVAGRVVAASTAAAAAAAAAAAAAASPNGPDDAAVKLA
TAVGQWAPNTVQISATMAAEAPAVTQLSAAMAAPPPPAVEPADEENVTAAAVAEKTSRQATPPPPPPPSPPPTATAIAAE
EEAADTCAPAPKAVAIVVVVVDVECGDEALWRRRLEGRGVRDRGTEREHKPCSWEELYEIVRSWTWSTDGSVILPHHIRV
CTARSSTEDCVRQVLDCLEMQLRADTPASRHAAEPSNRQNQD                                      
>Vcar_XP_002957782                                                              
YSYEELQAATGNFNPLNKLGEGGYGPVYRGLLDGIPVAVKVLDTSAGCLQGRSEFESEVRILSSLHHPHLVLLIGSCPDR
AVLVYELMRNGSLETHLFSAGAALRAGPHTVGLTAGLSWQDRVRIASEVATALLFLHTSLPPVVHRDLKPANILLDAHMT



AKLGDVGLASLVPTLARPAGHSAGADSRLVGTFEYMDPEYLHTAQFSPRSDVYSLGMVMLQMLTGKRGKQVFSQVEAERR
DPLGFGPCIDPRAGTWPVAEAAAFADLALRCASPSRQDRPDLRSVILPTLMQLKQRTRLYDQQPPPPQQLQQEEQQQDVN
VPPMFLCPITQDIMDEPVVAADGYTYEKLAIAEWMRRSSSSPLTNLPMKNTNLVENRTLRSAIREWRERQQHQQHQHQQH
QQHQQHQHQQHQQHQQHQQHQQHQQQQQQQHQHQQQQQQQQQQQAKEESAVAQAAAQAPPPPPPPPLPPPPPPPRPVARA
DSGGW                                                                           
>Vcar_XP_002957141                                                              
MASSPGERKAAEELKADGNVLFSKGKYAAAIERYTEAITLCPEWAVLYVNRGMAARKRGDWERVEADATTVLGLGPPERE
AMKGHYLLGLAMGAKGQYDKSTHHLRKALDAAREANDSIKDEIWRELAAAKYQQWQTESTARRCQRKALKRQLAGLLVRD
GLRLEKGEGPGLGDGEEPQLVGEWAALFKAASWQDVAVEAPSQFTCPLTMEIFRDPVVVPSGRSYERSALLEHLKKVGRF
DPISRQPLSEEQLVPNVSLRAAIELYLEEHPWGWGEVK                                          
>Vcar_XP_002956647                                                              
MASVIDICISLSNLVKTIGEAAWELDDHCGLLDEARKLHRYLRRVEAVITDIKPYLRGVRVWGSLREIEGVFSSLLHVLL
ETGEKGPLVQYLQADRVLGRFTAATTYLHAALGHLQVEACRPQCTASPPVSVSSSGPAALAVAVAVPAETLAELCVVREL
LQRAAFKLPAGHIANLERFRKACDGLNVHFRIMLTSYSEMMKHTRQDSLLSKEAFCAIINELQTEVEVLQQQMLRAAQLP
CSRSSCDQSFGFVEYETTKCFGQAAQQHGHSQPELDKARHNAAEQHYLRMLMDVVRASQVNTDSEAPLDFLCPLTHQLMQ
DPVLLHETGHSYERKALEEWWSTGHRFCPRTGLHLRRLNISPNHNLRSAIERWRLHSDLHLSFKPVLSTLSSQRQEMQHL
NQHQKVASCSQCDARTPRQVPSARYVQDFVPSVQVGQRENKASRTTPSCCPAHGPSTWDESCSGAAPTRHPQPQQPREQA
VRRQDGSTTSLDGAQASGFTATDGDSCGVPDVSDTAREVCLTESGATSRCAEDASVRVSPSPYSSSQELGLSRFASWDCD
SRDINAPGSAVPDSAMVCSATDTCINGEATGACAGTIGEPDSKMTSCMPCNCGVSS                        
>Vcar_XP_002956356                                                              
MTLATLTSMRRSSVPNPAELVEGPDNDAYLFETPADLLCPITHELFYEPVINAAGQVYERAAIEKAMAHRLVGLSRVDPI
SNLPLETAALTTVWPMKSKAAAYRERAVRGCVDRLCRPTCRSPIRYLRRAAELSAGIAAVNGDSPGGVLGLPGMTADVIG
YLITHPSSIYDFQALSRYAASLASGGRRDLAAGVYTKLLHLGGDSQQQVEALQGLLECWGRPEEEEDQ            
>Vcar_XP_002955523                                                              
MSSPGSPGQFATARRDDPALTICVAGSITAITLASAAYLCYLRYHAGNNGLQQNLDESLNGEQSNQHCNGRSIGNGPNRG
SRGLPGNASSATSLASKPHARVAGAARHNTAEEARSYATRAATRFKGLLDGFVGMWRPAAASAPAPSDVVNRERLIPDIT
AFAAGAEAVHHPDQLRPGRDLAVEEAGRLDALVPGPQGLPAAPEGFAVEEDAAIDPEAEEEAEDDAAGAGGHVNWKELLD
EVEDELEVPDEFKDPISLNVMLDPVILCATGQVYEYTTLKNWFRTGNRLCPKTNIEVLDVQVVRVPWLKARIHEWLQQHG
RGPTPQPDATERLARLHSSLAGWVHSIRNDTGERRSAALADLYELLRQWEVATVEPPEDDTAAGTVAVAASEPDSAVGGS
AELASTAAAAAAAAAAEPATAGPGDSAAGTAAAGAGAGAGGSGRGGRPCSAAARAAAMERLHRYVRGSVMDEAIWLLRYG
SPYLQGVAASILAYCDSPGEVSWLAAVAGVPAVSLCMSQNRYSSQAATRLLYNLARGGQVARRVLVGAGAVTALISVLAT
DRQEYGYCRDRAAATLALLIRDTDGKSLLLLYGLPHLVAMVRSGLDRWEQRDAATVLLKLGLEPERLEDLGLTSDLLVSY
WCCSRAWLDGAVDDPTQGYLPAEHQVCAVVPARQAVEQLRAGTLTHEALAMLIADQDADLDLTNLDLADADDPWEENAHV
DEEAAVAWRLVEANAQAQLSAAAERSRVERLVAEERRRRDSMAAGLAAAVAMAVALQHDDGPAGVAQGGEEEEEEEQQQQ
AGPEAEEADGEALEGAEYAMQGEEYEQQQEEDGGVQNGQVDEGEDDSYAVMQDGEGACRKDENSLGTVLKVGAAMDGAGG
GDMQESEAATASQQEEAVATAGGAAAAATAEDEMADASALGEGGTRADGRV                             
>Vcar_XP_002954805                                                              
MVLLRRRNWTSTLGSACLTLLAYAVLVYWTRPGFMEQHYYSKQRLWAQFLASCDCDGETCVPLVLDPDSAAGQRVEPDAS
MLCKLDSAREAEERGRERDMPQATQAGNTTQQQQQQQREAGGDGGGDGGNTAANNSKASGGGGGDGGSERRRRRGTAEGP
EGESAVRPFVCSLYDTRGAAPLLRLLRPGKRRTGSAAPQSPPVPLPQPPPAPPPPQGGGGSPWGGVPEAPPPPPPSIPPE
AEGTAYGDPPGVGGGGKDGECGPAGGDGTNGGSCPAPPEWAAEPGTEAAVKPPPPPPPAAPADKDEDGGGGGGGGGGGSA
HGVSGDGGYPGGGGGSGGGGGGGGFKGRRGANSSSSSGGGGFCRNSIYVRPPRQAEVSEHVREVEASPLGLPPLELLRVA
LPKAAELAGWLVLPYVMMGRYVLLLAPAPAAPSGYDNSDGGAYDERLPALSVGLQLMLVAGALLTIFELQLWVRVVSELL
SLHRPGRSWGRRREAAWRVVYEGMLQPLREALLSWNITHFLGRPVLQLVLSVPSLDVALMLPILYCVVMLGAANCDVATR
ATPALLRVARRVRHHEGGFHLLLLHVVMAAEPKALPYIVRLMHCFSVMDTVGNAGRAAVVAAMLEEAPGLAAALAAALQQ
QQQQQQQQQQHEVGGGGGDGDGGDELAAAMRARVAAAVGGDRGAHHRRDGAGGGGVDGDLYDSEDEDEDEDDEAEGVRGE
GRPVVLRWPAPLQLPSESHDWDDVPRGFTCAITQQLMTQPAMLVSPELPSAPTYERAAIQQWLAGQMRDPKSNTPLRCYS
LLPNEDLHRAIDDWVSHRLRAAQRTAARRSEGRASRRRRRGPAGLADNDGGLGGDAAVAAAAAAAGGVHAAAGVDVGDDS
ASRSGDDTESYTRSGGSSGGARSTSVLASLAQGASSLMDTGVEVMSRAVAAAAAAVAVAAATTAGGGGSGHAPPPGKYTI
GDEIPPGEGQHEAQEQRAPEGYGELQGGPGEQRGGGGSGGGSRGP                                   
>Vcar_XP_002954726                                                              
MFSAVMICMPAAIPRFSGLPARLDQQTARVSTLVEGFTRRILSAATQELLGERGAVQLLLEALPGFLADVQEQQQQQAGM
AGAAVSGSSPAAPSTAPEQQPTQQQQLQQQQPQQRIGSDEGSQVVADIFRALHYTCLLNPLNTSRLLADGGYKLILQGLS
VMSLELNVQEHGAMLLSEMACSPGVPGRDVLESIVMVANIARLQLQDKYIEVARAAVWSLGRMASHILSQTRRTGSRDAT
GSGGSPAAATAAAAASGEEERDVALAQAWPLLSDPVLRVVVSMLQSCHLQLATARQAEILDQVVRITAAARQTLEQHQAQ
QLQQQQQHHHHHHHHPQQAHHAAQQAQQQVYASKDLFIVNVYALTVAGALIEQPVGGSNGGAAAAAAASSYPPHVLTCLA
GLVRHLSEGGGAGAGESISFEEAPNGGSLAAAPVWYLSVGCCRYACHCCFIHDLVRGADVLAACRAAARLLSWCSGSPDG
VNATDREGCGALHFLAAAGVSPLLAAFIEAAGPGLDFLRRTRAGLNALQLARARKHAAAVQILEVSTESAAKAAQDALLK
ELEAEGASDASHGTGGNGTGASKRAGGLGSGASSGSSRQNKTTSSGGGGGGGGGQGDSHSQHGTTHGSSSSPPVGSSHHN
AAESEEARRLREELERKRRAAEEEYEAALEQRRRQLEEEARQQAAEEARLIALAQAESLRMATTPTPVEPPAAEPAKHEP
DQLQQPQHGGRLSPADEQQSQSQSHRSSRSSSVGGSAAAAVAAQAAATAGLLVGEPGGDGVGQVEQPSLKAAFAVEHHQH
MLGPLNPIDESGGSAGANCQRSPLSSMDEQITMLRGSAGPGSVLGMRRVVSKGSFLSDDLNLTSSVGVGVGVGVGGPAAA



AAGLVPMAAGPGTSGNSAGALGGLSGLSMSFTSGAGGDAAGAAAATAAGGGFGGFRGSSFSNLLNVGGPMGLSTSSALEA
PPGLLVGPGGFMSAPPPPQPPPGLLAAATSSPPQPVDMVVAAQPPPAAAGLLSFGVFGAPGLAATGKDPRGITGGAGTPG
GAGDGSICSDSLAGSIDGTPMPPGPSPAGSLASGWHGGGGSTSMYNPGPAAFISNTLGSAGSAAAAPPPGLHRGGPSSSY
LSLQGAPTAPTPTAGLALSPSAAAGIPEPWVLGGAAATAGASQLAPIGGGVLHGSHADLHSLAPAGSLEARARLMPNSGF
GGASAGGGGGMGHGGLSDRGVGPLHDVLAGAGGGETWDLAEEMTRGPSRQLWLGNVQPGLPSGHLQALCQQFGPVQDVMV
APGTLSAVVLFMRAEDASRAAHALHGREIPHMSYEDKPIIVRYCGTGTAPAMQLGSGGAAADTGFPGSSPPSRVGSAIGT
AGTTDSFGLLGLGLPAGVEAALVAAGFGPNALAAAMQGLLPLEQQQALHAVLLQASGAAAGSPTAPPPPPPLQQQHALLQ
SQGSAHSLRSGGSGFGGLEQMSHAHGSMGHLGGAAGGGGGSVSDFAALHAAAMAPAAAVPGDQQPSQQAQLQQHPAVAGG
GGPGGSELYRTSEDADGAGAGSSAAGGGSVSGGGAAATAVAAGGSTGGGVSTSGEVEAGGVDGDGAADVPEGKPSRHLWL
GNIPLKPNKLAMELLFARFGPLESHAVAAKMALDGQPAPSVTGSKPMVIRYQKDTSTVPANLGMAGGKSMSRSSSTQNLT
GLTAAASLARLLDDDLPPEPAVNLSNKLNPNNIHYDRELAARYKRMSKAEKEALWAQDRAMQALGANAAAAAAAVNAGAA
GIAGLLDPNAAAARLLAQAGLGNLAAGLGGAAGSDFLMPRVMSASALDYLAANSGGGGGGGGGGAAAAAAAGGGGGGHGG
LFRVNTTQSLLGMQQAANAAMLLPQVGGGLQGLLGQHGAAAAAAAAAAAAGLDGAAAAQALQQQLQVAQQQAVLQQQLQQ
QAALQQQLQQLAAAGAGSSSQALLNNLAMNQALASLGLSQGGPSAVAAAAPPPSSAQGASSALRGATAGASAASGGLDWA
SMQAALANLGLGASAGGLAGLHNAAKRVSLPHTGHGRPLTSVGSQSSLNANLAAAAGLNTLMDPAAAAALVGGLQGLAGG
AGGITYNRPAIADWLRQHDASPVTRQPLANKMITPNVALRKAILTELGFAPGPA                          
>Vcar_XP_002953130                                                              
MADPGESQASENKASVNLVELFQTGENGIERRRTENLFKQLDERQLTEDEQAIIQQRVELQRKMFQEYERREKQRKLREL
QEVCPDLDEEAARRALELCNWREEAAAEKISSDQAFLRRVLSGGVGGPGTGAAAEYAPAPRRDRPRSSSRAAVGPRPRLV
DPSQVGAVFVGRFKSRLGPHQISAMGRQQQPQQQQTRRAGIAAAAGSNHGQAGAAAAGSPATATAASGGGAGGRGARGDD
ANAVMTPRLGAAKYDPHHHQQLQEGEDGDGKGADGDVEMADVGTAMESDALGEEGPGGGADGEQQQEGGMAGATIVADGG
ESETEAEEYEGEHEGVEVEDPNSADYSDNELQYEDDVLPPVMSPLLAGKRGRRVSEADGEEHDVHQSAGLAADAAATAMP
VEIGSAEGRRSAEPSGSGPASGGRAAMTATAQQPLQQGHELQGPHDLNVSGALAAAAATAAITCEDEEVNSPARRAHAAA
AAAAAVTATVAAATTSADQPMALAAHRPRRAKADLAAAIRHAAAVDEDSDEGEAKEGGRRAGGSETASDGGDSDFELGSG
GGGRRGAAASYGATSSSNPAFPGISGHPHLVTLVHFSVDRSGSAPTTGIQRNLPDQWQRLNSIPGAAAGARRQQQPRKRT
ASGGGAGGTAATRATRQRAAAAVAMAAAAAAPQLRPMEAPTAAADAGAAAASAEVTDGGGAGPSGRGGADEAAAAAVMPT
AAMAAANVPCEDDSEATMTEEESPGGRTKRRAKSKKGKGGYIFPAGFRAQTLFRSSVDLDSLTLHTCEILGECGQYWPAP
TFVVTAADRPDEPLVAKSCTGCWTAVLRRINGEIEGRRAAGEDLPPPPKTAIAGPEYFGLNQPEICAAIEALDVERKCTT
YWWSAVTRAERYRKRCEEAGEDAAALLEQSLRDNPLPGFLDPITLEPVVNPAISPYGHVMGLATWKAVLAENRRCPFTKQ
PLKVEALTVLTKNNIERYRSRIIQQ                                                       
>Vcar_XP_002952745                                                              
MICAFGPVRHLTLIHDGLYQRAYSVHLLHRVLAISSEDGDPYDAFNDDDLGDNSVDDEDSNEEDDDAPTGLVPSLPDGLT
VPYAYAPGDMLSNPVPATAALPTAGSRPVQSPASSTAAVPALPPLTATTDQGQSLYPNPHQFEPHQQHPHQQQILQQQQN
RPGAPAATSGADAGVAVAAGAGAASGTPRLLQAVVWQPSKVLSVFPWQLRAHFFLSLASTRMYLLMGLWPRAAAVAAAAP
RRLRQQPLSATAAASTGHSHHQQQQQPPGAAPHGQHATGGPGGVFGAVPSPHDSAAAAAAASQSYGTGGAGGSGSGSGGF
SHPHAQAQAAAHTYAQQAHGYDGMGSLYGFSRTVTDESQSLAAALSAVGRGVPVFLPPEMLVQHGVQEDLMASCVFKPAV
KSGPGGAVAAGGSGDDGGGVSGAGRSPLPRWRSWPSLISRWVAHLAGRIAQHGGRAAAKLRAAGAGGGPAGGGAGAAAPP
RPLHPPRHQASTSYGNDGDSGSSNGGDGEGNDPRVGSRRAVEEEQQKGGGGGTAVSRWLSARGAGAGEAGSQQPQHAYVE
CRLYRTDRVRNVSYTCPAVLTVLPSPPRGSWRSAHLHHTLHNYHQLQQHQQHQPAAAGAAAAACPGGGSTCPASMTTANG
GAATLPPLPQQQQPPLHPHGARPRQKPRLLRRLWSDLRYMAYGAVMPYKWAPILAGLLSPHMFLLACLPSMQSLGLIGPF
TIRLWSYHAACLILTGADHLLLLRLASELWLRLRPRGGGPVGRNHWRRWLALSKAVVMGILTTKQMELWNHLYGASFKPH
PLLSFCLVLPASWVTASAACSAVWRLTAGYQPTSAPLLLFQEGFLSGLSSPLYSLVYISFAVLGLGGGGVGGGAGGVLGL
AAAGSRLPLWLLDAVAVSPLLTVVALDVLWNMDTAARATPLLMVVVNALRAHQAQDDAAAGRAFGRRGRGRRWGGAGGAA
GGDDADEQDWVPPRALAVRDGAAAVKQHTSLWMMLDSARWWAHHVRDVMEEEARMMRQQQQQQPPHPPGHHPHMDVAGGP
PEAGLGAAVPAAMDDGAAVAAALLRERAVFVVARLALAARNAGMVELPHRVIAGMMAAMVMPLGEEAWPPRQGDNVRAVD
LLLEAAAVPGPAPRGGRAGGGGAAAGAGGGFGAGIGGPGRGEDFDLDMDMDGVDEVLGNGPLMGRRGAVGDGEGAGGEGI
GDGAGGGGGEERMVRTSDGTLRPLSALEAELRAGLAQVAALRAQLAAVGRGVADLLLLGRWPPPLTLPPEALCWCESVPH
GFLCPITHSLMTQPALLISGSSFPPSRPHRELHRPLSPFGSLRTDPTTGRYLHTYHFIHNDNLRKAIEDWVADRLERERQ
QEQERTQQQQTPVPQLLGHIRPAQRSAGVAAAAATPGHHHHDHFLRSPPRQRLLQRSPAAAAAAVTDAGAVPTSGGLLGG
RYHPVAGPGPGQRSVCVGTSEMGLRMQSPERFRSGGAGGTTQLAGRSRSRGRSRSRGRALRPPSGGDPGGDGVAAATVLA
RQAVQRAASRQRGLQRSQPQ                                                            
>Vcar_XP_002951094                                                              
MEESKAALLENPNVIFARTRDWYNAWHLAARAGNMEMLDMLGQHGKKGSATRKPIPGEPPPYSAKSKKGQTPLMLACEEG
HTELVLCLLFICMSSNSRIPPLPFLLLYFPLPSPNPQLPTPPVPQCVKAMLALLNHGADVLDIDSYGNTCVHYAAYRGHV
KILELLLAREDASGRGDKNKRYTDLRNEAGLMPLHFAVWAGKRDAASTLVAAKCRLNATSHSDSLGLVTCNAGSTALHLA
AMRGSLEMATFLMETWATARSALPSRSAMMVVMVVMMVVMVMVMVMVMVMVVMMNAQPQRKKPVKDPRTLSDHYGFTPLQ
EAEVATYREERSSVDAGSAGAAAAAAAAPTAAAVAATDPLAMTVPRPARLSRGGGGGDDEPTLRDELAARRRAEEEEEAA
AAAAERAEEKDRAAAAQAAAERAAAAEQAGLPPPRYVCPITLAVMEEPVTASDGVNYERSALEMWLELGNEEFPGSGVRI
SSREMTPNMELKTEIAKWRAFKL                                                         
>Vcar_XP_002948272                                                              
PTPPEELLCPITTDLMEDPVVAADGHSYERDAIARWFAGRPGRPTSPLTGAVLPHTGLTPNYALRKIIADWRQKHG    
>Vcar_XP_002948082                                                              



MSSTVRIERTLLSEKINKAQVLAPVVGALLGLWRGSGTGVGYCGSSNSEAAEKQMAYLRMVEWRVVLPAADPGALDAGAR
ELGELLAAAVARRQQLAASGEGPGAGGGEVPEELLDPITSALMTDPVILPDSQMTVDRATIERHFLNSLTDPFSRTPLTR
EALRPNEEDEKQGGREWLGTILSRFGPVKDKSQNTAVLEFEKPLLELDKRIREVRKVAEENGVDVTASIAELENRARQLR
KETYSRLTPVQRLQVARHPNRPTCLDIILNITDKFVELHGDRAGLDDPAIVCGIGSINGTPFMMIGHQKGRNTKENIRRN
FGMPQPNGYRKALRFMRHADKFGLPIITFVDTPGAYAGKTAEELGQGEAIAVNLREMFGLRVPIISVVIGEGGSGGALAI
GCANRNLIMENAVYYVASPEACAAILWKSRGAAGEATEALRITSAELVKFGVMDHIVPEPLGGAHSDPLSAFPMIKETIM
NTYAHYANMSEEEIKLDRYAKFRKLGQFQEFVVKGGDWRTALAERGAAAGVTTKAGAWAATEAEARYIEQLVDADEKWEK
LLAEGAEWLNKPVQPPGLGRSGIMDVAVTMVEARRRKQVQQQAAAAGAQAYQAAATNGTVVNATA               
>Vcar_XP_002947118                                                              
MADLDAVFSRIFAAALYSSADHVNWRPPVVVLSGLAQELEAEAGANGQKPVLDAAVLDRVLVSRLIESPPSNYPQPPIHY
LMGCYERSSEELRRAGTNEQVKAAVAAARDLVLNYAGLALFAGIVAQPPAIEARGSLQLMDALLLRHGLPTVALTTAVAP
AFAGPGGGGGGEAAAAAYTAGAVPMPPGFLEELAVRHDNDEGLADAVSKIGFLPDTTVSSCPVHEPGRLPIARGAVVARA
WLPADLRAVSGRAVVLPGACWLGPFFNISPIPDDVRGATVQEPAVLAQCFTRMEGRRPGDVNNAVSGLRLAMRNITGQLN
GVVKSLLKMRSTKAGMIRWLGAVLDGNAGRAKLRFDPEALAPDGFLANVAAVLLKLCGPFMDISPASPFWKRVDPGFVAA
GGLLDASYGGETRLAAASDEEAAWRERIRSHAAASASAGGAGGGSGPASPTGASAAAAAAAGGGVGGPDGGGDFHFICQA
FFLTCHALHIGPVRSMTHLESDLAHNVHFLRSHVTQTEAMMQELSNPGERAMAELALTRARAQLDYLQARYQAFLTVLLD
PALVTDILGFYRLMAAWLTSLATGSPWGSGATSLSLPLPEPAPQDFTCMPEYFVEDMCSVLLFVSRFAPQLLSSAADGAG
VRLDEFAVFFTTLMASPKYIRSAFLRQASRGRGRGCAVFQSLRDQCSCCCCQLLRPSKLSEVLELWLPQSDEEDQGGRSA
FRRRAPAGPSAELAALFNCHPLVVQNLTPVLVRLYNDIEHTEREGAFYFKFNMRTTIANILKYLWAQPHHRAVWLAAVRA
EEYRGNSERFSNMLLNDLTYLLDEASAGGALKLLKLLREAEDTRADEARWAAMSREDRDELVNMQERNGNNLTAMIRSAT
SVIDTLNFITEEADTTRTLLQPHMVERLRDSLNYFLKYLVGPERRQLRVRNPEKYNFNARELLRGLVTVYLHVDAIDRGI
AASTGTAPVFAAAVGGDKRSFKPEYFLEALAVLDASGLLNVGQREQLEALSQRALAASSVAEEEDEVMGEDVPEEFMCAI
MSTIMKARDTEGREGRDKGNYDPVRLPSGVVVDRPNILRHLLSDATDPFSRMPLTEAQLVPEEGLAARIAEWRRTRSTQ 
>Vcar_XP_002946930                                                              
MILTGVALAACAALTHTAIDSTRKYAASIIGIAPDGLVTVPALLDMVISCAGVALTGRWRGTIKHPTLFATATITSSLLL
LVSRYMYQRAIQLSPLSLTIPYLAFTPAILIATAYIFLGELPSPTGLVGVCVVAMGGYLLNLRAGGSAAAGSGSGGVAAS
GGAAGAGGKASGLTASSSLSALASAEISGVVVQVAATALPSMGSGTTSSASGGAAGPAAGFLMQRSASVATTSDLETGGV
GGAGAGGAPGGGGGKRGSKGLSVHHRRLPSASELLMLRSSYHHQQILTSWQQEPGTLLMIERSSSGRLYQTGFDYATIRL
LECGSCVAAKEEPKAAIAKLFELSSSEVSKFVKVIAALLNRPNLDLEFLPQEFEDLTPSPDGVYSYAPGSYNPLLFRRSG
TEADPGAWQWSDDGQHWFATDNVRESPHGLPEPPALVFILRLHVEYLIRRRLANPAVLHRRLPAPLDLGTCPRGVLDAAP
EPLCCPISHSVMRLPVVSPSGTTFEYDCIRRWAQRHNTDPVNGAPLAEGDLYPNLALRDIIERWLRQQKSSQQQQQQQHS
EMEQKPQEQLQGRGTEKEEDDDEEEGTSEEAEIWARGRPEGAGRGGRRGETTGGGQGEVAAAGGPGRETLEEEEVEVTAD
TVHLADEAVGGFEGAAGKAGTLKDDFFTNMLLWSCVWS                                          
>Vcar_XP_002946872                                                              
PQAPSSFYCPISMELMADPVMVATGHTYDRQCIEKWLAQGNRTCPVTGMRLRHLELTPNYALRTAI              
>Vcar_XP_002946175                                                              
EVMVEPVVASDGFTYERAAICKWLTAGKRTSPMTNQQFTSRLLFPNNVLRSAI                           
>Vcar_XP_002945643                                                              
MISQQFCRRPTLPSRSTTLAARPVRTVRMQLFRRDGPVLVEEGAVEELNQPTKRQREQIKRTLQELGFTEQAADILAYGK
ITNSNADLLIGDIRASFGIYQAPPPQGPVETVQNGVQDLLDRLRLPFLGLVLAAGLAAAFSQRRTTVSYDTTFQVHKELL
SQILNTVLRVKERDSRQVGDPFIAPYLAGIYQRLGLEYSGLLCFTRVTLLWRRIAAATTAAAVAVAEGVTAPPGSETDAA
EAEAAAASGRLFAARVVTLDWHVQQLHRELVLEPWKAADLRLMLSRAAAYAEGQASTGPLTIAAAAAGDAACRHPATWAA
GGHGGGGGGLTGPWLPRHASALIGGGGGGGGGGRMGGYSPGGSGGCDGSSNFLRAWMRAPLGAVLFWLMWLWCPTMLVAL
EAMQAAPDNPWMALYICVIATCRTLAEWRATASVVLAPGLTLSQRVYGLAAVHVAVGLAAAVVTGLLNTWLPLLGHGAAT
VVVWLHLVVLPTVMVAVLSVAGMPQVARQLAGGGRAPAGAGGVDGGGARRTRRGSAAAAADVLGLMQGRRPGSGGIRDGD
RGGLGSGGGGDGGGGGRGGGRVHSGGTSVAAAAAAAAQVHWPPALDVPAWLDDWPNAPEAFRCPITQSLMREPAQASSGV
TYERPAIVQWLDHRRVDPVTHVPLKRHRLAPNLNLRHMIEVWVQDRVEARRRLAQRLREELSTEAAAKAAAAAAAAVGTT
TATPRCSAAAEAVASAAEALAAAAAASFGRSQPRSETIGATAAGAGSGAGGEHSGDAAVACTAVSGAAAAAGGAGAVASR
VESPETAEVADSRPEGSVRTTSVGVIARVGDVPGGGANGGAGGLGAGASSGVVQVEEVEALALAAARERAGRSRRRCPGG
FGAVGCDNGRDGSGGGTTHVCSRHRRSGSGIANGNDGGSWSWSADGADGVAEEVYGNDGLDGEDAGAMSTGSGESPFAAP
LTLAAGGSGADAEEENELAADPQASVSAGIHVGGGGSDVNSYVYDNGFGSDRGDHVAGAEQRNPAAASTAADTDLRRQEA
SLGHGPSFGLVWDGADPDSSGVYGVDGSGVSTTAAAATAVT                                       
>Cvar_EFN60025                                                                  
MSGHGSGSAGRETPFSRQAAGLSAAAGPGTPAQHAALPLPPQPSYEAIGYPDPPLPPPPHREEPYFYKTQLCRYHSSPFG
CKYRSRCTFAHGHHELRHSRFTGTVPGPHAAGGSQQPQPQQAATWHGPRPAAGPWQAAAPQEVNPAEVAALLQGTAYPAP
AGRGAAAERAPAVNTLGAGAQSVAASPMLPTELPAPWLLHGPSTAEAAAPVAASGAPLAPPGGSPRAAAAPPDQAAQPGQ
GKGAGCSGAAAAAAGSGAGGSGSCHVSSTEAVCIPADIQGVLQRRFNSPITCPITLEPFSDPVVAADGNIYEKQAIEEWL
YREGNDTSPLTNQPLAHKMLMPCGTMRWCMMDVVHFVTAMRRQVL                                   
>Cvar_EFN59018                                                                  
MTLPSGRAGTPQSLPCSAALGSLRATVLAGMAASAAAGLQGPGEAAVLSAKERLAAELPPPPSPTLDSEAIICLEAQRHL
LQQQLTLLQQQLMAAPSQPPEARSGPAVEAAPRHVQAQHELHIAAGRSKEPPTEPIADCTAALLAALARRTQREEHWRQE
HLQPAGIRGCQLASQPRQAWVAQAQYPVQQPASKAHRLAPQQAQRQAAEALPGWQQHRMECQNLLRQLKEEEEEAAAAAE



EAEAEEEVEEEEEEEEEEELKSSASSSARGRRLTAQRTCSTERRLAVVAKLTLCPLSRRVMQDPVVAADGHTYERRNILA
AFQRSTLSPITGQPMSSCHLKPNHSIRMLCRLVHSGP                                           
>Cvar_EFN58308                                                                  
MQANSTSYSLLETLGEGQSVDEENHAPDVGDQLTLDDKKFTRMCEDGNCRFGARCSFAHGERELREHVHDEAAVLAELAS
KGQRPMYGPGPNSPIPPAAAPPRQYSVGAGSNRGGGVGSPPARRLPAPPPPPPSASVAVGAADVGAVPMSSARLAQYLAA
AQLGDDDAHVPEAFICPITHVVLQDPVVAADGFTYERDAIQSWLTKNRTSPMTGEQLADAHLVPNHTLMAAMRQVLGDGA
CSLRRQQ                                                                         
>Cvar_EFN57802                                                                  
PLATAALQDPVLLPDSRTTLDRSTIERHLMSSSTDPFSRAPLSKEQLISNHELRQQIEAWLQQHPHHS            
>Cvar_EFN55500                                                                  
MTAWHPARGLCAAGGADGGVGGVRPVRPDEPPDEFIDPISQELMLDPVLLVETGQSYDRPTIEAWFARCAEGGRPCTDPL
TRQVLRHATVVPNFSLRSLVCTWAERHRIEDLPRYSKEVAKQRSRVYRGAAAAAAAARAAEELAGAAGRVAAAWMGVVAP
TAMEEEGGEEEEEEAEEEEGEVEAGCIQIWGWQQQQQQQQQQQQQQYPPGTSGAAPAVQGSGMRLERDPVAGVGLPSLFP
SAHQPPPPVDKREAAEAALAALRAAASHRGGGSEGGAAYHAWTLMQLAGDAEGRYLLWEGNAIPLAIFALGQPPPPPPPP
PQQQQGEAGGLEAAKSALCGVLQRMGARDADVASSIAQASILEALSLQAAACRLPGRPLLAFWRFWERRQPAGAAGEQLG
ASLAAGREAEWEPLALLLHMLAEGCSGGSSSVTAAAAGKAAAAQQQQLALLDVSATAVPAVLAHSAAASEAPAVRFAAAA
AARTAAALPSNLPLLLEAALREGSQAAAAAAAAADDGIDGNDGDDGGSSVAGQACALAWELCYSPARGGSLPAAVAAVQQ
HADLLLDVVEAALSPEQKPAAEGKWLAAGLLACLMFEPAQHSSDGSGAAAAADGMRALLAARPAALALRRLVGLMAAGDA
AGSPQAAAMAALAVANMAAYRGSAQSPSVSPRTSLAAGGSGSGGLASAGGSGNYGGGGNGGAAGVAAHDSGVGRLAARAA
SKLSAAVLKRPSPRPGSPSGAASPPEAPSPHAAAAQQQQQHTDPRGALLHHGAMQRLLRLLISSSSAAARADAAAAAAAC
EGPGSSGAALTPGARHAGAAAAAAAAGAAAVQRQLLSAALQALNNLCVDAAAANHLRACVKQGGAEMALDLKDALSAAMG
DRQLQPAAREYARRLAHTQSGAPGQRHSLACSCAAPPPRPAVYPNP                                  
>Cvar_EFN54480                                                                  
MASSSQQAPGLTALERQRLLLRSSLKMAVMCDNPRPCRYGDRCMFAHSVEEVRVLRATREAERPKEGEAVATPGRSQEFA
PSSAGVPRPAAFASSATFTYTPARLQGKRDWDSGGSRGYCHPSKYKTAICAHWERFGDCRHGATCNFAHGEAEIRRYTAG
QSSYRARHHYVGGQAAGRSCSGANGGLSGYTSEAEAEGQEDSCPPLMAAAYPQEYALQRSRNAQRHTDELQRRLSAAAAA
AQGAGAAAQGAPPPGAPPPQLEDSEQFPALGRGAGGAGAAAAAPAAPAAPQHSRQASQTGSEEPAAGLSKRMSQEWEGSS
TTSSAPTTVCIGEPGLQRAPSSSGASRAGSVHSVGAESEDGDAGHGAHAAPPSAPPSCAGSPAKRAMAARAPAPARGEAA
AAPAPAPDAPLEKAGSWADMDEEEEFEEGQQQAQQPEQEEAAEQQEEAEVEERRQEAAAEPVVVAAAKPAAAASKPILVP
TVVFVDAAASPPAPATLCPLEVMHVAAPPAAPARPAPHPAAAQAAPAPIPVPVPAHSAPALGVPAPNAVMPLPPPGFGRA
PPPPPRHAAYQPAMPAAAGGGAPPAPQHATPPAQAAFMQRMAAAAGGVDLSLVPAFMCPLTGRPFTHPVVAADGITYEKE
VITDWLQNKEVSPITGKQLSHRLLLPNDCVRAAMGQVAELIRAMVS                                  
>Cvar_EFN54218                                                                  
MALMHSPRVVGLPSPPLDPRQSGAGKSGADAHGDEGLFTCPAELVCPLTLSPFIDPVLTTAGHVYERAAIQAHLERSSTD
PLTRAVLLNKSLTPVFVLRSRALEYRESVARDCISRVCSGASEPMRYLRRAVELIADTGSHVQGLSKETVEYVLGHPSNA
FDRIALQLFAQGLFQAGYRDRAATIWSSLLLEDADRGQQAELLRRCLSCWTEEPSGVGRGGDDNYIFQKLVLLFEGRSLN
WDQLVELAEQAQLGDQFVLRLCEQLLFRQGPNAALLAPDGAANLAETGFSVRHQEKRLLLKYVHVLTDSLQRRQSEVERR
LQEIERWLRRRSSGSKSSGTLFDDGGSPRNGATGFGLQMPGWLRHPALVGSCMLLTISVPPDHAANRILKAVPYLALLRT
P                                                                               
>Cvar_EFN53754                                                                  
MEAILAGAGSLADGAPDGKQQPSRQQQKHEQQLPAELEQLRVQLQAAQSAVDGQRLHELAVLEDKQRAADAAADALLAME
QEEQAQQAEQQAAQQAKKAAKKQKQQQKKKEQEEAAAAERRAAEAERQAAEAQRQRQREEQQRRQQQQRQQQQEEQAAAA
SKSKKKKQKKQPLSAGRVAESATPVAAAAAPPNGMHAEGLASEVWEGAAAAGWAADEAVVSHAAGPGPADAAAASSEQDQ
LDEVQSLLAQLMPGLFTGGRPSAAPGAGAAGAAGDASCNAVVEQHQAQEQLQQQQQQQQQQQLVQQPGDEQDWREPARSS
RLPAPLRAVLQCPLTGCLMSDPVVLADGHSYERGAAEAWLAQSGCSPLTGEPLAFTAWRPNHALRQLMEEGV        
>Cvar_EFN52032                                                                  
MTTPQGGWGTPPTAPPQPPSGEASSSGGSSPYSSAGHAAKCPPALYADLLRSANGDQQLVALRLAEMGFEPGRPDEAQQQ
QQQSIKAVGGGGAGLAGWGSLAATLGSKDALKSKPPPPPPRGERDLDSQAAEAGAPSHFFCPISLQIMRDPVVVAATGQT
YDRPCIERWLAQGNSSCPATGQALRPPAALVPNVALRASIEEWAEKHAPWLLDLNRRVKPIPKDEQFAALPPPDAAQGHD
PDLAYAIRLQQEELARLASRRGAAPPPGAAAAAGGMAAFGVEAGAAAPQAASARGSPSRGGGGGGGGGGGSRRLGRGAPR
GRAACLSPATAALFAATAAYIALYVVSLALNGWNIEDLAVNPWAGSSLAALMDVGAQEAAAVATGGQWWRLFTSPFVNAG
VIQLLLNMSCLWTFGRYLEGAMRPHAAPCIAATYLVGGWAGALASANLNHYYITCGASAGVCALLGAVWGDQLVNGRKYV
RRVWTVAVLALITAIFITMSLLPLLDPWYQAAALVAALGESHALPNGTTIAAGDTDLVTQICSQYCSDDGTDAGSAEGSD
GGTTAPGGGSTTPSPSPSDSGTTPSPSPAATPTPVGTGSSSDGVLL                                  
>Cvar_EFN51714                                                                  
MPAPSSCPVEHAQPTNARDLLLDLTIRLREASKQQEHVTRLLALLVLAVGVARLDTVEAYTFQDPALPLAVEQADAVPGA
VLDLAEMLRWVTVEELPAAMQLVRQVEVKRAMSDPASELDAGAGGAASGDVLPQLVRATAMILASQLAAELLLTWLTPER
DIMPAKLQKNKVAKSLLRWVQVYPSGLDVDQVLSLHTSAVDELEKADVARTPVNPTFLHCAVQQREQAVSSLHVATPFLL
ANNRLKCDMLLRCGWRGAVKRLLDEELDTTLGGFLVSSRLIVAWHDLGWWKRVSAYLCASYKNGQALALEQVAELDAAFE
GEELTDEKMAGVLAILSDADGVPAGMKKGEGPLDFSLVPPAVVWKVYEYFVFGQLPPLPAGSTVWEHLCPRMEYVYKAAF
WWDDDDLTAPVATGVAEAAVVVLHEVAEASLLCEMQQVADWQSEALLARQKARLNARAAWHYLDAAIQLMKQEMTFSRPF
DGSNGAPPPTSHEAALGMLRIAVRHMPDSLQKVASALQSFAGSPDRDGALAEEVSLAASEGMPELLLPLEWAAVNSNLNE



RAASAVDVDSLGRLLDVFSSNEPSLFQPASELEESGEFTAEQQDLAAQQHAAAVADQSRPTTRREQLQQRLRARRAQREK
QLTGQADPEEEVRRRLRLQDGMDRSNETQVADHLAQELLEEEEAAAAAAAARAAKKAAKRQRQKQRKKQGGAAAQRGSTQ
EEPPQQQQQQQPQPEQQGQQAQAGPATPVLLQPSLSAAPVADASPPAAGTAGPGDEEPEDEAPWQTMVAGRTSAEARTLQ
PAGLERRPQQQQPPRVQQQQAARQQQQQQQVRPGAEQDEVELWSLLAQLGLEGDSQAGRSAAAAAGGPSSSRPATGGAWP
APAAVPLAAPTTPVLVPPVPLPAAPAAAGAAPERQQQPEMPPAIHKALQELVRLLECPLGLETLTDPVLAADGHVYDRPH
IEASLRRHAATSPLTGAAMPDASLREVRLVREIIELFRSAAPDYFFDD                                
>Cvar_EFN51542                                                                  
MDEVASAVDRNDVQQLQTLLSQQPSLLTDRDSDGQTLLHRAAVAGSTECLRVLLAAGACTEVTVTEGGATALFLAARQGH
EACVRELLAAGANTEAAAKDWKRPLQAAALEGHLGCLQQLLAAAGASMVLRDEEGLTPRMHAIRNRKLEAAQLLLELKQQ
QAKKQQPGVRSSRASCREEAETQGTAPASTAAAKAEAVAAQLLAEEEREEQQQAARQAAKAAKRQRQKERQRQRAAVPAD
EAGETAAGQAAVPAPASQQAEDASAAAAGTSTPASVGSELAEQLTPAMPATPAAATGSQQGSGKKKSKKKKNTGGTQTAA
AQPHSLAAAGSGGATPTLGAEGAPAEGAAAIAGGSSGVDDDELALLLQQLGEPMRDPVVAADGRTYERAAIDAWMARQAA
AGQPPCSPLTNLPLANLVLHPSVTVRSLVLGLQAAGLLG                                         
>Cvar_EFN51082                                                                  
MASAFAKYEDSTLRKVLAVTLNAGTADGSAAPPVVHLAALAEELQAEAGSGPGELLLSGDNLERALMARLSEPPAAYPQW
PVHYLIGVYARAAGERWSDEQRNVRMLKDPAQQAALAQTLGLCRQLAVSYAGLTLLMDMFPQHPEAEKRGALQLLDSLDV
AAAASALPGLAGPATGAGSSDGGAAAGGALPMPPGFLEDFGARFADEGLGDVMSPIAAELMRRGGTVSLLGDFSGIVSLL
SRLAASKPLALALTRLPSWLPPQQDGRTLEQYSVLGPLFGVSCTLDIAAMGSPSRRLPDVAQQCFAGAATRRPADVRQSM
QSLAVAAGQLRQQLHSLLMLFLKNQDTREAALAWLAAALNSNLERTKMQPNPAKSATDGFMLNVAGVLLRLCEPFVDPLS
GKAWGKLDTRYVCDPSARLVHGPDATRLNADSDQVAAWFRQQGPPADGKYHFICECFFMAARALQLGLKKGLDSYQMIAR
HARHYEEDLAAMQRWVLVAVLLQGPLAGMPQAQVMAQRAEWLKCAAMSLEALLQDQALLTEALAFYRLSAAYMLRLASPT
AAAGGPPTLPLPEPPAPAFCVLPEYYAEDLGEVLLWVGRVRPDLVEARRMEEFMVFFTSLLGAQAYVKNAYLRGKMVEAL
HSYMPPEASDRQRYRIPASAAEVAMLFEVHPLVIQHIVRSLIQLYIDIEITDRHNTFYEKFTTRYQIGEILCYLWNLPQH
RASWRVMAQQQPKLHVQFIHVLLNDSQFLLQDALEMLPKVQDTERLQADAAAWAALPHQEREERESVLHQQQGLLKNNFM
LSSIIIKLMQSTADDREVSACYFDAAVRNRTAKINDFFLKYLTVPEERRRLRVKDPEQYHWHPKRLITQLAQIHISLYRA
RRGEWVQAVAADTDYYGRAPQLFTELLSLLRELGLLPEDEVAELAGMVSAVEEYKASVEEEEEAFEDVPEEFEDPLLGGL
MRDPVRLPSGNVVERSSIVQQLLSDPRDPYSRQRCTEEDLEALPDLQARIEAWVQEQRSKRMRTD               
>Cvar_EFN51030                                                                  
MVLQDHQGLTPRMRAIKQNQLGAAKVLLKLEQQHAGRRQSGAPSSRHSRREHAEAPGTAPASTAAAEAAAEAAAAQLLAE
EELQEQQAGRQAAKAAKRQRQKERQRQRAAVPADEAGESAAGQAAVPAPASEQAEDASMAAAATSTPASVGFEQAEHFTS
AARPATPATPAAATGSRQGSGKKKKNKGGAQTAAAQPYVQAAAGSAGAATASADGTPEQEAAAAAGGGSGADDSAELALL
LQQLGVQTAGEGPSAAAPAGSLPASRTAAEEAPAPDPAPHPAAAATTTSLPASLLSELLCPITQEPIHNPVVAADGNLYE
RAAIKAWIARQKAAGQAPCSPLTNLPLEHLMLTPVRALRSLVAGAQAAGLLE                            
>Cvar_EFN51028                                                                  
MVLQDHQGLTPRMRAIKQNQLGAAKVLLKLEQQHAGRRQSGAPSSRAPHQEQEEAQGTALASLAAAEAAADAAAAKLLAE
EELQEQQAGRQAAKAAKRQRQKERQRQRAAVPAGEAGESAAGQAAQTGHQNKEQRQRLEAAAVPMTAPSWRYCCSSWGEL
LCPITQEPLQDPVVAADGNLYERAAIKAWIARQKAAGQAPCSPLTNLPLEHLMLTPVRALRSLVAGAQAAGLLE      
>Cvar_EFN51024                                                                  
MALQDVEGLTPRMRAIKHNQREAALLLLKLEQQQAAKWQRGAPSSRQQRQEQAEAPSSTAAAQLLAEEEREEKKQAARQA
AKAAKRQQQKERQRQRAAVSAGEAGETTPGQAEVPEPASQQAEDEWVAAAGASTLALAAPETAQLAAPAMLVTATAASGS
QHSSGNKKKKKKRNKGGAQTVAAQLSAQAAAGSTNATITGGAEGAPAEAAASAAGGSSGADDGAELAQLLQQLGEPMRDP
VVAADGHTYERAAIEAWMARQAAAGQPPCSPLTNLPLANLVLLPNFTVRSLVLGLQAVGLLE                  
>Cvar_EFN50996                                                                  
MVQRDVDGLTPCMCAMKHKQLEAAPLLFELEQQQAGRRQSSAPGSRAPRREQAEAPGAAPASTAASEAAAQAAAAQLLAE
EEREEAQQAARQAAKAAKRQRQKERQRQRAAVPAAGGSAGATPTGRAEGAPAEAIASAAGGSSGADDGAELAQLLQQLGV
QPAREDPPSLPLPPGLLSELLCPITQEPMRDPVVAADGRTYERAAIEAWMARQAAAGQPPCSPLTNLPLANLVLLPSFTV
RSLVVGLQAAGLLE                                                                  
>Cvar_EFN58651                                                                  
MIRSSATQCPSFATLGSCTNGDRCRLAHGQREAGRTGEMKGHGANTKSQEAPAPRRVLRVLRATRAVAAPAAPPRQLPPS
PRHSPPRDEQLFKIDLCRYFASPGGCKPAAVAEIDPAEVAALLQGTAYLEGPATSIGSSAAAGSVAGAGFQALAPSPAPP
PVLPPVLPAAWLLPPETRGGPAPLPGNGALIERPVRSLHAAAAVPPGQLVEQGGGAGSEAGSDSDSGGISDSGSGSDSGS
GSGGGGSGSSIPAGLQVVLHRAFNSMLCPITLEPFVDPVVAADGNIYERRAIEHWLYREGNGTSPLTNESLVHKLLMPCG
TMRRCMRDVVEFLTAMRQQAEEESAPPGFPMPMPLLPPPPPPAEWAAGGNPAEEEAFQEYDEEEEYDDDEDYDEAEEYEA
EEHPAAAAASTSEGGRVLIVQRPQAAASGPATPPLNYDQQPPPNYKTLLCRHYQAGSCSHGNRCTYAHGEHELRRPERPQ
GQYQKQGPGQPARHPGEKTVVCRFWQNGYCKHGPRCTFLHGYPEQRQQYSQPQGQQYQQQRPAVPPPPRVLARPGQAPQE
EAGQELMAVDPQELVSLLQGTHLDHPNGHAGGQAPAPPPSYSAAVAGRGGGGDASAASQAPPLSAEVRSVLQRRFRSLLC
PVTLEPFVDPVVAADGNIYERRAIEDWLYRGAHDTSPLTNERLPHKMVMPCGTMRRCVDEVAQFVTAMRQQVL       
>Cvar_EFN54991                                                                  
MLGRLVQRLAGAAGGAQAGRHPQDEDDEGDEDFMDPITFACMQDPVLLCGTGQIYCLSSLRAWLDTGSRTCPKTNVVMRD
VEVVRLPSVRSRIAAWRASQGLPPLRPLDPPPEVVREAGAGVAQALAGLRGGDVYRRGLAAGAVNDMLIEWGRLEPLPAR
QQVMEAMLLDLVWLMRQGTPTAAAVPFEYNRCSAAAAMWGLCKCAAGRGEVRRGGGVRLLKLMALQAEAGGEQPGPLGEK
LVRFDKRDASGCLLALRLTEDEAAEEPAVSIPQLRRWNHCSHAWLLGRVAEPTEGYSEDEQAALLPLLATGEEQDETDEE



DWEDGAEEEEEGGEGAGAE                                                             
>Cvar_EFN52631                                                                  
MGAQGHEEEELLQLLGIHSEDELPPFSIGFAASSSSCAWALPPELYCPITREPMRDPVLAADSHTYERDAIEAWIARQQA
AGQQATSPLTNLPLAHTELAPNRVVRSLTATLAGAWDACAG                                       
>Cvar_EFN52405                                                                  
IPTSFVCPVSMEIMVDPVILATGHTYDRHSIERWLAQGHKTCPVTGMRLRHLELTPNFALRSAIVDWAQQNSVK      
>Cvar_EFN51597                                                                  
MSVKMSATAAHLAVRQGDLQQLQAALAQHPEQAAADDAHGWAPLHDAAQLGSLACLRALLAAGADVDAANSRGATALFLA
AGKGHEGCVRELLAAGASTGAAEATGMTPLHITAGMGHLGCLRTLLAEGAEVEAADGEGYTPLLLAAQRGQAPCLRALLA
AGADLTATERSLGFQPLHLAAASGNVACLRQLIDSRADLEAGDSAGRSALCWAAAKGQLAAIRCLVAAGAAPAGPGGWGA
SPREVALREQQPAAAQLLQELERQQGGGKRQPVPDGGSSQQQHQEQAEASTSEQAAAAAEAAAAELLAEEEREEEQQAAR
QAAKAAKRQRQKERQRQRAAAATEEAQEEAAGETAAPEPLPAPEPLPAPEPAGPRPDAAATAAGAGTPQAAVSFAASPLP
PRKDLGSLLCSAFSPSAATDDGQGAVGARPAASAGVAAAAAKGRTSSEVSVELAHLLKQLGLHAQVGGQPAPEKGAPGSA
AAGVEPASGPAAAAPAAAPGPGPGLAPRSAGQADRGKAGSSVSAELAQLLQQLGVLPAEERAGPAAASSPQPRSRAAPVP
VAVAAASIDKAPEAGSPAPAAAGTAQEAAATLASAPSGLTPAASGLTPATSGLPPGLLSELLCPITQEPMRDPVVAADGN
LYERAAIEAWIARQQATGQPPCSPLTNQPLEHLVLTPVRALRVMVADLLAAGLLE                         
>Cvar_EFN51547                                                                  
MDEVTSVVDHNDVQQLQAALSQQPSLATASNDGGYTLLHRAASMGSTECLQVLLAAGASTEATSTEGGATALFWAALDGH
EACVRELVAAGANTEAATSDGKRPLQIAALGGHLGCLQQLLAAGASLALVDDDGATPLMLAACKGHEASDDSEMTALHKA
AAGGHLPAIRCLVAAGASMALRDKKGLTPRMHAIRKRKLEAAQLLLELEQQQAGRRQPGVPGSRASLWKQAEAPGTAPAF
TPAAEAAAQAAAAQLLAEEEREEEQQAAKAAKLQRQKERQRQRAAVPAEEAGEIAAPQAAVSEPPSQQAEGASVAAAGTS
NASLELAQQLTSTACPAMPATPAAAASRQQGSGKKRSKKKKNKGGGQAVAAQPYAQAAAGSAGAKPSGGAEGAPAEGAAA
IAGGSSNADEDELALLLQQLGEPMRDPVVAADGRTYERAAIEAWMARQAAAGQPPCSPLTNLPLENLVLHPSVTVRSVVL
GLQAAGLLG                                                                       
>Cvar_EFN51535                                                                  
MAAAEAAPAPASPAPGAAPAGQAPLPDTASLPPGLLSELLCPITQEPMRDPVVAADGRTYERARHRSLDGAPGSGRPRSP
LTNLPLANLVLLPSVTVRSLVLGLQAARLLE                                                 
>Cvar_EFN51027                                                                  
MVLQDHQGLTPRMRAIKQNQLGAAKVLLKLEQQQAGRRQSGVPSSRHSRREHAEAPGTAPASTAAAEAAAEAAAAQLLAE
EELQKQQAARQAAKASKRQRQKERQRQRAAVPAGEAGESAAGQAAQTGHQNKKQRQQLEAAAVPMTAPSWRYCCSSWGEL
LCPITQEPIHNPVVAADGNLYERAAIKAWIARQKAAGQAPCSPLTNLPLEHLMLTPVRALRSLVAGAQAAGLLE      
>Cvar_EFN50465                                                                  
MLAGQSLGPAGCGALGCSTPMLSPCPSGGAPLSPDAPRGLPTMHPHHHLPQHQAQQAQHSQAHTLAAALGQLAAQAGGRG
PAPLAPPSPGAHHGLPPMHAGGGAAALNGSLPHHFYCPLTRQLMSDPVLAADGVTYERQAIAEWMAYKDVSPTTQLPLPH
KVLSPNSVLRAGLLDLLRQHC                                                           
>Otau_XP_003083946                                                              
MKAHLSAINGRQFETESVLGWFLRPSVLPDIFGCGEPDCVEAYFGDQSSKKRTKREVEASYTMLRGCVGRLVEGLYQILF
VLLKHGGEVRTGVLEFLDAFLKVNAGRGKMRIQPQVVTSHGGAYNLSVVALRLALPFLDPQSGKYDKIAPEYVRSRACRI
SLNDETRVALTAEEAAAAKLSTSEDKDDWGFICECFYITGRALHLGYVKCINELSQTGREIQDMQDAVRDFEGRREQWMQ
LPDRARYERRLEEMKSELDQATAHTFQFDCALRDPRLISEAMQYYRLVAVWLMRIIATNGQYEEGHGFMFTQIAMDKIPE
ACPVAFGCLPEYIVEDMVEFILYISRYSLDSLEHEPLDEIMNFFITFMGNTTFVKNPYLRCKFVEVLRHWIPFEGGYQSQ
KLLSLFEVNPVSLVNMIPSLLHLYVDIEFTGTDNQFYEKFNVRYQIGELCEYLWSVPAHKSAWIKLARDDPEFYTRFLNM
LINDAIYLLDEAMKKLPEVRQIETDMQDQTSWAARPQQERQERESAFRQTRRHLRSNLTLAMVHVRMMGYTSREIAHPFL
RPEMVERVAAMLNYFLLFLAGPERRQLKIKNPEKYGWDPKELLATISDVYVQIYAADKDKVFIAAIAADGRSYRDDVMVE
AANVVRGLGLRDGAHVDAFEALAKDVRDRASEEAEEEADLGEIPDDFLDPILSTLMRDPVKLPSGHSCDRSIITRHLLSD
ETDPFSRQPLTADQLVPDDELRERISAWITERKAEARKR                                         
>Otau_XP_003082946                                                              
MPRDDGVDDGTASAVAATTPRVLWSQRRGSVTVKFDARDARAVEVEVIDADREEKSSTVRVRYVADDVVDADRENGARDG
VETMDERGGRAARAYACALELFGSVGASARAEIKRTSRAITVTFPKTTVAGHWPRLLLTRRGRRVQIRLELARENLKLRG
QGVLFSRCRRFRRRHAGHDGRVRPLAVASSRSRERFLSRAMTTTLRDASPNMPDEDPRARDARDDDADEPARLLCPITRA
AYRDPVFVPSSGNTYERDALEEFWRRSPGPARDPLTNEPVMDRKVYTNWDKRREVAEWLSANPTRTPSGWETREQPTPKK
ERDGAPNGRTRMFGGENGGGGGARRAVTIGAVVALALLAASAVGGVASPSAWWTTGARGGARGSPRMPPIDEFGVVREIK
APVGSRIRAKRVDRGSTPALEIAIPSQSMNTASLLFSIPWFAITGTWTYGAWNGANPMFASFSLPFWAVGFNMIHQSATS
AFESTRLLLNXXXXXXXLYHGIKSHVLARGLHATEDEFIVDEIHRFLKKYRTKRSSSSSNGGGDVKIDTTTPYFARARM 
>Otau_XP_003082586                                                              
MDTANGASGPKGVGGRDDADENARIRARARRVSEPESASEALDGVALFRELKRDARAALCGSVVECEYERGDVIVRKNEV
GTHFYVVAHGCVRVDASEVGTRTGDYAGEASGEDDERRRHESRTRESSSSEREDASPMGGIALSYKLLYPGDTFGEVALV
RKCPRTATVIAESSSVKLWALDRATFQETVKRTTFERRCRLTSYLDAVEVFRESLDARTMSMLVDALREVTFESGHVIVS
PDDVYEEESSKFYVVIDGEAVVYVDDGSKAEVNRLRRGDYFGELSLIHKTSPTAMVIAVGQVSALTLDAESFYRMIGEKT
VKLMARRIDSYTHTANKAERKLSKSCLSRCAGSFAALRGAMTSPFGWLSFDRRHAERQKISLNEIKRGRQTTSKKLSVDF
DVHSSKDVLFVKEIGSGMLGSVFIAKTLNTQETCCVKVMHKWKIAHLDQEKNVCRELEIMKRFDSPFLTRAVGAFQDARS
LYLLMDYLPGGDLFQLLVSGPYRGGRFPVNVAQFYAAEVFIALEYIHTEEYVYRDLKPENVLLDACGHVKLTDFGFCRHL



LPGERAYTTCGTADYMAPEVMLAQGYDQLADYWSFGVLLYEMLVGYAPFASVSDGVRHRRIISSDLKFHSTYFSLTAKSL
ISRLCVVDVSKRLGSGARGSGDLKSHDFFRDLNWEDVTARRIDSPVRPPVRDRVSADVGSSAASAAPGRARRAPTSSGFE
TRACARAHVDMNSPHYATWSPDRLLAMHESFMKQGEVRDLEKDLQCLMFYELALVTETKLMTTLEEKGEIANAAVFLFYA
FVNMGHAERAAQILAGVTFGCGFGASEVGFHSDWDDLKTHSQWDLWLRYRWNDTVDICLNDHGPLLMKPVQYKQSEICTK
LVMQFIRHSEFERAAWLNRLFESLKFYTSQYAEHMRTFCDDENENENNIREIPGFGCVVLPVGVVSFAHAYTHLRLLETT
MYHVPEIFLNSSKDIDRLTDILGYIFRLTREMASWAPEVLWGGRLCEGRSQRLPEFLLLPMFGILTRDERVETLIIKRLR
KTSKIEPSDFFAPLLSSTFYAETFSKSGLIFGNDERDRRAMIRSITKAVFDGMARMRSVPHEHDLSEDAPNKFLDSLTGI
IMDNPVLLSVSKQYVDLSTVDRLAGTDPFTGTPLGPNAHKVDAELKRKINDWCDKVREK                     
>Otau_XP_003081030                                                              
MSDPSEVVPDVQEPMTTNARENRREDSDSGGSRAAYVDANDDGFRDADSEFSGQNRNDDEDNCEMDYDGTTTEIREGMLS
GMESDAREELTPIAAKEDIEMEKKEGEPGGMIASGIALEIPAHFQCPITMELMQDPVMIATGHTYDRPAIQRWLDQGHRT
CPVTGVRLRHLELIPNHAIRTAIQSWAPAELSALRPLAPLHDKAVVDIHRQNSDIIGLRDALGAGAAVVAPAANADASDD
QHPVYTIAEGHDEIVWGVDTTPTTLFSASADKTIRAWDISSRRCVQVLEEHTRPVLCLAVCVKHDKLFSGSYDCTVRVWN
LSTYRRITYLPGHTDAVRALQVYNDTTLYTASYDHTIRAYDIESLELLKVLRGHNGPVRTLVTVNDYVFSGSYDRTVRVW
PAYSEDIGPSAGTDLVKTLKGHKDAVRALACFPRRQATSSNRAIGPYVFSGSDDSNVRVWNAGTFECIQELKGHTDNVRV
LTVDDRYLYSGSWDKTIRVWDLETFSCKHIINGHTEAVLALCVMGGHLVSGSYDTTVRLWGVQSETEFECVGVFHAHNDA
VRVLTSAGRNAATVFSGSYDGSIGFWRLPISDPRDWPPSRSHALGWVGQRSPH                           
>Otau_XP_003080992                                                              
MGRRRNDFPIDVVIETHLYDDPAFHAAAPDAYLCPLTLKVMRNPVVVTKTGRTYEKAAIEAWITLNHAEPYDRNQHRDVR
ADRTLRALGAHDATGRVTRRHSRAANETRGGENDGRHRRKKHSRLQEASVAFGRRLFKRSRCADDFGEGFDPGRPETEKR
GGKRAYIHVKSLEFPDKSKPTDGRFFRFDMDELTRVIGHSWANEDAEAYKTENFSVKTGKGATFCTYRDEKRSAIVVFGG
PDGMGVGCYHPVSSAQPGDWAVGEPIELTAYRGIPKGLRFMNPDKISSVKFRYYMDGDERVLNSGMNGERPEQIFPGQSG
IYPLNCKYKGTRIYNWLHIEFKLKYPTGTDPELINGRPITPIGVFVDNRLLLQRGGCAQIYNCRDNELHHCTANGDGPSF
RSGMQTDNENLQHFGAMMLHRDRMYEPITDFMMNFRMPDNGPMGVPCFSEECGGGLHFGFLEGDPAWWKVGKNEWPTSEE
GNVGATCDDDASKWGDKALKGPNAKESDEFFVYDPRKKAPKPKRRTYKTASGATMVTKVKSDTFVFPRQRRKLVDPHLEV
VSLDYPGGVMQGKTDPEPKGKWFRFKSDQLSEICGISDWGNGCYDGWKTGIIKSGDGASFSVADRDRGIIVFQHESGLGV
GCSNPYDYAREGEWSVGDRLQLLAYSHENQPPPYTFALSIDEYICQTETGWNLPGHLIRFGQCGLVGGWWKEMEIEFKIE
EASVGTRIYGVHTDASFESLPFTATALRSDGKWHDIKLSEDDVPWGRAFASVMDDVSAVRVRWDSTDLHKLANSTARSGG
GIHANLLGTSTAFNVLDVRHSGHPVDGSIFRFDKDAIRAATCDASNWQGRYEVLNLRSGKKGAVMLLDKADQKVLAAYSK
AMQQKAEPIAIPASATVAPPSVVVVDTPGVKSAPLQARHPPPKGPTGFLSCCFSAPAPVASAHVDEPAATTMVVYKDVYI
DEASPVKSEKLAPTQMSAAVDVLGFGYWLDAAQTPALAPGDWQIGDIIMLARRDLDVDDFAPSVLEDGAAGVAALERVKS
IDAAGAWANIRFISSDDVAQITLPSI                                                      
>Otau_XP_003079105                                                              
MGRTSASTFDDRVIARGRSRACCPTDRVWRPTARPRRRSRGPSRTRCDHTSWRASTAPRTASTDRANASSRERVVARTRG
VVMSNAGIGLSQFAFVGTFIAAVKKTITGPRAEPPDHLKCAITQELFTDPVVLVQSGYTYDRRAIQRWLAQKFPPTDPTS
NVELWCTDIVPNWSLRQAVDEWALANGARTLEAPVEAVRVTKDGRPTGRRSANATSAAALTHQYLQALHRSHPRHAACVV
FLMTFTLGTITVTALTVAHSVGSAAAAALRHESIAWLCTGPVQNAAWWGGVLSFLWLAQNAGPPIEQGRGRDRGERQPEI
RAHDHGLVRSSHATQRASEQPLCHQKHIFPARASIEALDKRTPKAEHAYARDRATGLIIFRDSSSRDLTPLGRGGRSRES
LSHLGRTFSHAALNSDDRSTAMRFTSARDVNESSSALEKNIEDTSPSMTSSVRAEGHRDGGDANEDAWEFVGGKKKSGNT
PRQNAESAGTGEEGKRRRNGSAHATRNGTGARSEKSNVSRVGGQQLERGATNGASEHVKTAHNDDQKRRQRQKQQQSARL
EPSGWAAIVTGRLSPTDVSADAAAIAVTAQTVAVDNVIDSVHDVQLSPGSATSSEDKLSRMDSREVEGSQSPQSDRESQL
ISGARENAEVVGAGARALKGWASILGGSSAPESQVKDNIIDQGIKAEAVVETSPNKSEDTSGKAPVAPAASTWTGWGVSS
PPPKVDLKATMEADAAAAAAAEPTQSSAVKKEVTRTDEKHRKQNGRKKKDVNGKKENKSAKQRQDGYRKDREKISRVKVT
VSKPISPPPVDVSMDRPRAPLSSDVEDALAERLGRELIECAHMQYFTPTAQLLKKERRAVDVVIRAMNAIVQTLFPATGV
EVFGSYPTRAWVPGSSNLDLSLELPEAISSRPDRRIEALHTLAMALRTNPWVMDVNVVPSSFRPLIRMSTHTAFFQPMPQ
QLTGKASAAFAEGVKAIVPPLSASSMDVNGTPPLPSGPRPGPPPYGVPGLGQNGFGLPLEVHISLKDGSHKGLSALRFVQ
AAEEQHGALAPLVCVQKAVLASKGLRGVYKGGLGSYALTMMALTSIQRSSCRGAASSADDASKTHDEAGKHSVTEATETR
DAMYVGRAMLDFLKLYGHEADLSKDVISAHTGDASADWGILSGSSTLPASPSSGLHVEDPLEKSNNAGAGCFGISGVQAL
FREQLEVLRNAADTKFDSDVPLLMQLIMLGGAKKVFIV                                          
>Otau_XP_003074331                                                              
MDAGALKSRGNELYQRGKFGAAIEAYTEAITCDPRWTALYVNRALCHMKKREWSCDDVWRELARAKYLEWELLASDRDRR
YSNLESSVRAIWSSLGAENADTMREVMSCARAPDDRSSEPPDAFCCKLTFEVFRDPVIAPSGHSYEKFAILQHLKISKFD
PITREPLKPEQLIPNVNLRNAAHAWLSNHAWAFADIVRPNAPLE                                    
>Mpus_Micpu183941                                                               
MGASSSRAREDTPSSRSAATGADADADANPTPPVRGVLRAEARGPSASNPRGELGRARPPPAPPRTLPLSLPAPMPTHDA
PARWPAPLIIPPAIAADANAPDALVCPITQCLMTEPALVTSSGRTYDRGAISRWIAEHGTDPLDRAHRLTLAQLAPNLAV
RAFVEDFVRSKNGGVPVETAPVEASPQAPAPAPAPAPAPEASPPAPAPPPWNDGIANLNLNMNDDDDDDDDVLGGTLVVR
ALYAEPGTTPEGKYFAFSTSRVERLVNACRGPDDACGWALSSRTTGDNDDDDATTAPATAPPLPWTVKDGRGAVARVRRV
SSNERTRREDGALLLPSNRDGIGVGCWNPCEYAKPDDFRAGDVLVILDLTNPASFAPPALGRALRCAERTAITETGWNRP
GSDVRFGRCGLVGAWWKALEIEFNVSLAPDAPDAPDAERPVPVVVTALRTDAPDDLPGRTVWIKDEDGVFVERAFETRDG
LMTLREPAATTAARDTDLHKVGGLSTARGGGGLHVEVIGFAGGGSVGAVKKVGGVRMGKQDDGDGDDGREGDRGRLSTRK
LGDGATTGRRGELPSV*                                                               



>Mpus_Micpu41162                                                                
MMSQPAIVLTTGRTYERAAIERWIRSNPTDPLDRESRVELAHVAPNVAIRDAAFAWARERNGGVMPSQRRRRRRAYRAMT
KMFSYPWRAVTYPVREAASYVECRIAWYLLRCIWRDAFG*                                        
>Mpus_Micpu68514                                                                
MAVEDGAPAEVAEMLMKADRESITRKDERGHLPLHVALVYGQTNDMVRTLLKANPAACAVPAERGSFPLHLVLNPHFPVT
VVKEILKEHPKAVFEANNEGLTPLHLACTRGSVECVELILKANPAAAAMYARNRGLPLHVAASAGALGRLDPKSASEICQ
ALVHAFPDAATRVDEEGRLPIHLAAESETGKEVIETLYIAFPGGIHHVDAGGRSPADRVPRADKIRLLIEGMDPQDVKRE
REKREAAARRAKKPMYAAAATGAGAAAKKRKGKGGKDGDDASGKEAAERYLSGADALSLVARVCQGASSDLVSDDLASLK
RSLLRYADVVDDELRRRPIEEAIIARRPEWMCPIGHSIMRDPVLASDGHHYERKKIETWMRRSRRETIRSDDSDFEGENS
DDDDVASDDSYSDASDTPSDSNDSFRNPYVNRRGRGGGGGGNRGRGGGGGNGGGKKKAASRARWKSPMTNVDVKSFEIFP
AEAMRAEIERAVAAEMVKGEGEGEGEGEGVDVEASRAALRGKAVANTNKNKKRRTK*                       
>Mpus_Micpu9130                                                                 
PSHFRCPITLCVIREPAVTPAGITYERAALMRWLEHQHTEPSTKQRLKRSHVVPNLTLRAMIEDWLQEQK          
>Mpus_Micpu22146                                                                
MATPSAEAEELKAEGNRLYQRGKYAAAIDAYTLAVTAAPRWISPYVNRALCHRKLKRWEGVRDDCVKALEIDRENIKANY
MLGLSLIFEKKHTEAATKLSKALENARASDATMQDEIWRELARAKYLEWELHAAARATRYQNAERKLRAAAPATPMADQL
TRDDWPVVEELLAAARGRDDRREDPPDCFCCKLTFEVFRDPVVAPSGHSYERIAITTHLEKVGAFDPITREPLYANDLRP
NISLRNAAHEWLNHHAWAYADIIKPDAPLE*                                                 
>Mpus_Micpu51162                                                                
MDAGTDADADGWSDFGQKVDLTARLREILLNYPEGTSILKELVQNADDAGATVVKVCLDARSHGTSTLVSPALAPFQGPA
LLVHNDSVFAEADFVSISRVGDSVKRTQVGKTGRFGVGFNSVYHLTDVPSFVSGRHVVFFDPHACHLPNADAANPGKRVD
FVGGGGDVTRTHADQFAPFIAFGCDARTEYRGTTFRFPLRTAKQAAVSKLSKASYDVASVRKLLADFAGEKTLDLLYLKS
VERIDVLEWRPGAMEPEVIASTRVMNASDELRRHRAAFSRASAAMAAGGAVEPPSTFTLEFTSTGVGAKRGEDVRTFFVS
QACGVDLKPLVKSGREKFGMKLVPWAAVAAELTPREEEEEDEEEEENGGDRKHAVAVADGRAFTFLPLPVKTGLPVHVNA
YFELSSNRRDIWFGGDMSGGGAARSEWNQALLERVVAPAYARLVAIAAATLGPGPRFYDLLPRATPPPPWRVVVSTLCVA
LADEKVIHTRALGGKWITPREATYPDAELETNVDLRLALVDEGVLVADAPAAILDRFEEHAIADPTRASPNGARRMLREK
GPTTRPRARVLTLLRYVLSDVVDDDPTSAACLEGVPLAPLADGGAGMITPGGVGSPALYVPTEEETHLLTRATDVCVDRD
ADAALTSRMETLAATGALNFARVDDDALLALMPRIVPPAWGLKSNRRARWTPGENGDPSEELLSRLWRRLAAVRAGRLAK
FERWTMLPVVGSSDDDDADAARALAPLGAAVVTPRGLSADAVDALGRADVHVLDASSVAGAAAAAHPDVGAFAMPSSGAG
LLDALAAARSGGTGTGPGGVEFSRRDAAALRSALLQRRWFGQRARAGPEGDAGTPSRIATLRGLRIFEVYPATAAATSST
GAAEEEEEEEGEEGEEGEGGATRDGRVGDLLSLDEDAGPSLRLAPRNVAAALLTPTFLRPDDDEESAVLETNLSVDRLTM
PAFIRGHFLTRLREIPARARNRFALEATRSLPSLALIDRGVADALARAPFVPTPSGQLAAPMHLYDPRVHELVELLDASA
SFPSAPFDDDAALDGLHRLGLRTTVTRAAVLDAAMAAERLLEEGDGDGAAARGAAVLRYLETPDGARLLAPETNAAPGAK
VKKMFGKVFGGKSATKEGGKHAALGSESAAGDALAASAPPELPRDAFVAALSSIAWVPVATTPLSPREHPGLPWPSDPPA
TAPPRSTRPPSDAWLCSASMRVLTREPQSASLADALGWRAPLSPAVLADQLCALGEAHAVVADAAVGRALAAAVPRVYAL
MTAALNHADFAAAERKARTRAVVWVGTGFARVDAVAFAGALDLAPYLHVLPADLTCFRPLLTALGVRDAFAPRDYVGLLR
RLALDRGATPLDARALDLSLWVLGVLADRPHAQWTGEIERDGALPVPDVGGVLRGADDVRFNDAPWLHAPEGVTLSHPKL
PSSTAEAVGVRSLRLALLAESSEDIGVHLHGTAQAFGQSEALTTRLKHILDAYADGPGVISELVQNADDAGASEVRLMLD
MRTGGSKSLLAPKLERWQGPALVAWNDAVFSPADFHNIARIGQDSKVDRPAAAGRFGLGFNAIYHFTDLPSFVSGEYLVM
FDPHATHLPGATAARPGLKIAFADSPLLRQFPDQFSTYRGHFGCDLSKAYDATLFRFPLRTETAAKSSEIKPEAYTVDAV
LALFEQFRSRAAQTLLFLKNVRKISVYERDADADEPTLLYEASIPSFQDGKDPRATVLQWVAGDVSLGRDDTSASRATVA
TSAVKKSAFADKLRAMPESSLPSSVGWMDLVVRQRQRGGSLCDSKERWMVSSSLAGGRARALALSEAGVTRGLVPWVGVA
ARVPHPETSDDATSSETVDGRAFCFLPLPVKTGLPVHVNAYFELSSNRRDIWFGGDMSGGGAARSEWNGALLADAVAPAY
ASLIAAAATSLGPRAAYYSLFPTNTSLPQPWSLVLSPLFAALSGLPCVRAIDPTADARLLASSSSSSWVAPRAAFFPDPS
VETPPDLAAALRAVGVRLIDGAPADVSAAFATHCPSVARRMSPAAARAILKDAKSMRRHPALDDSAHVVALLRYCVSDVD
ASDAATAADLDGVPLIPLANGARGAFAARGGVRGGDDDAEEEGGRSETYYFMPRASEMSLLRPRASDVLVDRDVLGESLA
RALTDIVAGATGKALNVRAIDAPSLQYLMPKILPPEWRGGGGGGGGGVAWNADGSDGHPTASTLALLWTRFAAISPKSLA
HFEGWPLLPVGGGCARGGARLATLTPHGPLVRGEGWTDSGRDALDALGVSQLAEGEVSDAATTHPAITAYVRPASASGVL
DAAVAAAALDPETRAARANDDGSPPTAEQRWRAAASAVPARLDASADAAARRALRAFLMQRRWYARDAVGGKVEGARLDL
VRSLPIFETRGENEKTNEISASAASASASASSSSVVATAFARLDATPPPLLAPAGANVSLLTSSFLKVDDDAAADLLETS
LGAPRATVATTFAEHVLPALALRRLPPSLARDALDAALDALARSKASWTGGGDADALVRALRSCACVPTRSGALAKPGAL
FDAENSPSLLALLDPAAHFAAPPFDSGERAAALRALGVRASLGAEGLVHSARSVERLAATAATTPAAIARGAALLAHLNA
LARATAAGGTDLPPAGAMLESESGSDGSATPARSLWRELGSISWCVVMTSPPHPSLPWPNRDDGGKKAMRALAPPRATRP
PDDAWLASSCMRILDLSLALGVEDDEDVVVEEATEAAAAPPTPTPAGLTLAVSPEESFSRTDDGRATAGSVREGVSSVSP
PTPTLEPLLVDRLGWNALSATVVAAQLLELGKAHAIVDRDSELAREFNARLPRAYAQLAAAAGVGSESSSSELEAAATIL
DSARWLWHGGGFAASVDVAIDCPGDFRPYLHGVPYELSSHVGLLRALGVRGRFDAADYARAARAVADDANGAALSEERVA
LAVALAEAAAESLLAPPDDAEGDGGDGDPYPSPPDVAAAAKAKAKTMPSSAVVGTFMLPDGAGVMAPASALVHNDAEWLL
GGGDAADDDDDDDAKTRASSGGVDVSALRLTHPSVPCAIAEALGARSLRALYAVDKSSTDRLPCPSAATLRRLLPAYDDR
AHAFSDVAEVADVVCARGLEISLDLKTYKSRSLLLPQLAQFQGPAVTIRLPGVSLAADEIATLLTAAAPFKLRKRAIRFG
NGFVSCVHFSDVFTAATAGQLCVFDPTGVALGGGGGGSSGAKRDERAAGGSAKAYSYGANGELAARFADQFAPFVAAGLD
PSRGSGLAADSIGTVIRVPLRTRAQAARASALSSRAFDVDDAWEVRSMLETFAASAHKVLLFAASLSHVRVTVRNAPRED
DAARATTRDLDGAMKNADANEDVLVHASLSTTTPFKRASSTSSSSVSANAAGGFSQSGERATTPRNIVDDKEWRRATLTT



LFGGGNATRTAHAVVVKEIAGDSPLVTDTWVVGAAMGVGRARDMALDRKHAHMMFLPLAAVAAHVRRDGADVDPSAPPPP
PSAARLAASAARCRADGRREPVVPRVGGGLCAPFPMEERRGGDGDGDGDAMERALRRAPAVIAARFALERGGGRSLARFT
EKTPRAPSSPSSPGTHYASTTGSSEHVRREWNRAMCQCVVAAYATMVQHARTASPTLPAKTFYGLWPRAESMGLPAPPAL
RSDGRPIQTAAAARGNQTKTHPALELVVYPLYRELADVALFRSLGSAALVKPADGYFLPAGFAPAADGDASASASTWSGG
FGDGVARPLAASFIARHFPVLDAPASLRPELAAAGACAAAKELTASSLRKLLKSKPPPDTSTGGANLEALRTHVELIECA
TSDVVVADGAGTSGTPEDGDAGGARVHVQQDSLSGVLSAMSSAGFPLNEWLDAAGLGGSGGGSGGGSRADARAPPSVAVL
NLAAVRDLSGVPVPVAGGGASSLGTSPLWLGSEDVVSLVPRLAPKFVSPTLSGGSRALAALFSHPQFRRVLYTGSNTTAS
ACAELRVTRFTAHQLAAELPNALPPRLSPAACARQPLVTWPSSSVGAPAGAGAGAGRDALAGDEMQPSARWMRAFWREVA
RMDEENPGAIDAFASWPLVPVLGGELVRVGHRAAVVAPPAGAVGAPSLRRARARADDAALGLTSPQFPAHPLSDDDDDAD
DDDADDDDARRPGTFASLLIADAARERRARLGPGGASAAAPQPLLEQWDWLAPLLRDIGAPTLDVAAAGEAAARAVDAAR
PAAPTAALRTAADVVAFKAQQIKSCLGGGRPSFASVTDAQRERLFQLFASQHASSGFAASGEGLETMRSLPMFTAANGEK
VDVASGEYVTCPPGVAFAETLSRFGGVLEHRASSRDLYAALGVPELSDADVLARFVAPSLRDMAPEARRDALAYVRKHWH
RLRDDDPLCRALGAAKFVDVLRDDGGEGDDDGGDDDDGVELKSPGELYDPEVELLAAVFRGQSGCFPSRKWSTRAWLPML
RDVGLRSAVDATLFQLCATRVAARAISLGIAHPRSRHGDGDGELGPGRRKRFVPPPPPPPPPPPELAAAVDPPSSADAPS
PLVTTIDDDEELEDARASSEREAGLVIAAGAMLASHLSKHAADLYNAPNGCEALIDVPFVPARLGYPGAPGPGAAGCNVL
CAYNDATPPDAWRLSFACRPTIPDAFAPPSYAMHKLRMKSRPGVAVVVEHLLALGAAPRDGGGAAAFTTRWTACAGEGPA
EVVSVAIEELARHFDALESRDVAALRRAAFIPVGGGVAAESPCRVFLRSNAALAPLAHELPATLAQHAGVLRKLGIREQL
SRADARGVLRDAAANARGRALGPNELRAAVAALRLATGAGDDDDDDDDDRAGRTTLCPPPADDLPTPDAFGVLAPASSLL
HAWRADRATLSRVDRTKVRLSHPLVPASVCVAAGIRAAADAVCEVRYLTADELRELRRAEALAALERDVGGGGGGGGGGG
EENDDDDDAGGAATTRGGYHAVDAGADVPDESLLPNPPLPPPPAPAAPSASWPAASIAAKRLSSPEFAPALARVLTRSSS
SSSSSTRPPPSLDDLASRLRAASDALTIVPSLRTILVVKSASGVASDDADVTRGGPTTRCAFYDVASRTLFASPPRDPGV
QCAPLLAPAVTRALGLEDATATPAIAALLAAADGKVSATAAALTGGGDDDGGDDGDDDGGGGGDDGGDDANAKKRNDASR
ARAADAAPCDASARGEPGAIVTASDAELLRARPTRPLLAGEICAVRVARSPADAAAAAATARAARGGAARANRTDDFMYA
RVRADAKPAPGEALARVAVETSPGVVRELLSSEVFTFGLSSEGGAGDGDGDEDEDARAPPPPPPNEIASDADGDSDDADG
DSNDAASAANAAGVTADELIGAVRDMLQAAGAPPTLEQTTLLASQLKMKADLAAAAEAAATARRETAAVAAAAETAAKAF
HCPITQSVMRDPVIAVDGHTYERRAIEEWFSRGRSTSPVTNLRVSSTTLIANHALRGVIAAYEARGLTLDA*        
>Mpus_Micpu57960                                                                
MGVGDATDGPPSPTDGDDIGGVMNIIDGGGKGGGGGKRVGGRSPGIDDDVARRATDAVRAHVCRVLGVDVDAEGDALVPD
DGVGSDVTRVDWSRVGAVADRLTIVEAIEAEASGSASSSDATAASPSPAATTTAQDSKENASSSSSSAAAAAAAARASSS
SSSSSSSSGRIGPPRVEVDRAHLAGDARLDDSGCVVLSHSNFSSVRATCCVFDGAWEYEVTIGTSGIMQLGWATFRCPFT
HEHGVGDAQDSYAYDGHRVKKWNVTSQPYGHAWVSGDVISVRIDLRRGQQKGGGSVSYSRNGIDLGTAFDDVRRFAPGLA
YFPAVSLSVGERCALNFGDAPLRYPTPGFRPLQDAPSVAVVAAVTRGLGAFERAVASSWPREAAAAAAAAAAGGAGKSKS
KSSSTASDATDRSAVVAEEVLLAAASLRRAGPHLASPRTRKYFVQGYLLPALLRAASAVDGRAGETPRVESHARGIRLLR
AALDPDELEVVIPELMRCAAEATRTAPMTAQGKLAMELPRLASHAPLAFAVALTRDAEAMTTWLRRPGWGAHVEGLLTRR
VPNPHDLAVMLPAEKVWWPGCARTEPRHAARWHQDPRARYPGCASAESESEAIGDALSEATRRTNALVSLLLYALATTPA
RAIDPDARREGEGGRPAPTAAAPGLSAEDVPADANAATFVLARRAAEVDAGAIAGDPETERRLRTHGNGAASFVATTWCH
GGSGAGDAAAAADDDDDDDDDANEGDCVFAVFVRFLAHKNRPTARSYNTTTTPPGHSDPTVLSSAYFALLTLLHPHLESP
EGTALGSIPPRLFWRSFAHEMDLPLFGGGSAHVRKTYPAESDTRAPASRPLTIDPRALRTVDAPRAALLNDPAAALRSVG
GVGGERGYPADPEDAAKTLPLATMWDALQLIYHLGVSYHFKAASYQLQAQIHSAQQLEDASRDLENTEKNVDRRAALKAR
AEVLEERLKAARVLQAEGREDVVWEHTEEELSVARDDETAYTKAESEIMKKLRDARTKLRDETMQAARLCWWHRSGLHRP
ELQAGVFAAAAYGAASLLAAMDRGGGGGDDAAAGRKSRVKRENVDGEEVELDVSELDVSETESDDDDDDDDDDEMDAASK
EAKRARVLRRRRGCLLPHVPAYHLETLIDSFHALRRGDPPFSPTSPALDGLAPGMHGIIRLLVKHFADTRVVNPDIRDAM
LQSVSVLLQYKEFVAVFEQNDAARDMMVPSLLACFDARFWIPVSNILLRLCKGVGFGQEGGGRDAIGDDDDIGTFVAVNA
AVDAPAEGDAALARVMTSPHPDSASPLFQRLLILHCRADRELLAEFLDRLFNTLNWTITEFSVACKELLEDQRSNLLTPE
GRQHQRKCTVMFELSVTLERVLEFISLDLPSAFLDSSSLDLRRLRESLLFVLGHATTGPDAANFEEILTKNLAPPDKVSR
AAILAPIAGILLNLDAAAEKRAASASQGASCEPRSGYKSSIVTELARNIHSRDVSQLEYLRDFEWPSSFETPTSKLAALR
AFVEKVREGKDEVARVHEIEDAAQVPEEFVDPIMQTTMTDPVTLPGSGVVVDRETIKRHLLCDGSDPFSRSPLDESMLVD
AVELRERIEKWREETHTPMKEKAEAEEEADGTFD*                                             
>Mpus_Micpu56233                                                                
MAGLSIDAKAKVETPSHFQCPVSMEIMSDPVMIQTGHTYDRPSIQRWLEQGHKTCPVTGQRLRHLELTPNFALRTAIQQF
ATEHGITLSDRQLTSVTEKAVVNSVNGGEPSTSLNEGSNTIGHTVLEGHEEIVWAVEATPSHLFSASADKSIRVWDTATR
RCLHVLEEHTRPVLSLAVSHRHGKLFSGSYDCSIRVWDMRTFRRVKALHGHTDAVRSLAVAGDKLFSGSYDATLRAYDIN
TLKPLKVLEGHTGPVRTLTILGTSLFSGSYDKTVRVWNTETLESVAVLEGHTDAVRALAASPVEDLKYVFSGSDDSRVRV
WDASTFQCVRVFEGHEDNVRVLTADSDFLYSGSWDKTIRVWDMRSLECVHVLEGHVEAVLALTVMDGHLISGSYDTTVRF
WSTDTFNCVGKYEGHDDAVRVLTSTGEDADCVYSGSYDGSIGFWSKPVPGGNTLANAGSTATRE*               
>Mpus_Micpu30275                                                                
MDGMFPQPEAAAARGPSQLFDEMTGADGLPPGFLDAFARRFESEGLPEMLDPSLTQLPSLINGVSPLGEVHKPLTLLCQL
AACKPVAARLAAHPKWKPTTTTTTNAFPGMAGMAASSSSSSSSSAINGRAFEDESLLGPFFGCSALPDPALLQRQPSVAE
QCFSGLESRRGADVEQSIHTLRAVTKQTQEGLYQTLYAMLKHGGDVREGVVAWLAAACDANAGRSKMQIAPLLCSSHGFA
HNLSMTTLRLAAPFTEPGAMKFTKIDPSYVRSRKCRLNLTEVTRVSATEEQARAGALTEAEETATESYGFICECFFLAAR
AMHLGYVKCVSEHTSLARELQDRQSQLGDVDAMRAQWAASLPGGAPNAFQSAQFDRHIGQLTNELARCKERYACFDSVLQ
DPRAIGEAMAFYRLVATWLIWTGGGGGGGGGGGLLPTPCPPRFALLPEHILEDCADFLLYLCRFCAQSGGPNRDVFNHER



LDELMSLFVLLLGSPEYVKNPYLRAKFVEVLRHWLPGDPAEPRGRWNPAMANLFEGHQLALKHLIPSVLRLYVDIEFTGA
ANQFYDKFNIRYQIGEMCEYLWKVEPHRIAWSELAIRDPEFYMRFLNMLINDAVWLLDESMQKLPEVREYDQDSSDVDAW
SRRPATERAERERANAQTTRGLKNDLILAKVHVGMMEYTSRDIAAPFLLPEMVEARSIHWSPYDRRVAAMLNYFLLFLAG
PERTKLKVKDPEKYGWKPKELLGMITQVYVHLFEADKDGAFVAAVVADGRSYRDEVLTEAASLLRQLGLKPAHAVASFDR
LADACRMSAAAMEEEEADLGEIPDEFLDPVMCTLMTDPVKLPGGASMDRANIMRHLLSDQSDPFTRAPCSIEDLVDDVEL
KGKIDAWVRERKGMAAVGRGGA*                                                         
>Mpus_Micpu59589                                                                
MSIFDALRRDADLRRRRGARDGDGDGDVDAVGDAVVEREEGSDAAGAPPPFDARDASNASAAAAAAAAAAADDDDEPEAL
CCPITKVMLRDPVFLAGSGNTYERDAIERFWRGSGGSRGRKRDPLTNARVANASLFTNWDKRREVQAWLSRNEGKVPEGW
ASRDDVPPAKETTDDARRRSKNGGGGGGGARRWATIAVAFVVSSIVIVAFQAGAVERAWRRGWEWRRSIGWRAPHSGGGG
GGGDDGDSGLFFGGSTNREMKTRLRWESALIERFGEDRFKTMAPIAPPHGSRIRAMSGPHGELAILIPPGGVFNAGAVAE
TAFTGAWTAITAAWTYGAMIGPSPLFALFSVPFWGVGAHLGKTVAAAMFESTRVDFVPPAAAPAAPPPGDVHRRGLRPPP
AREELGRFHYSREAFGRELARADGPLGAISGLNVVTRTHVNDVPTTTLNLFVGVETYEMGVGVSEVEQRWMRATALEALA
RARVFLPRGGGRREFVSRDA*                                                           
>Mpus_Micpu179454                                                               
MTRRVAVEKRMGIPQLGFVTGLLYAVRRAGRARADPPDSLRCPITQELFRDPVVVTQTGYTYDRDAIERWLRQKTPPTDP
SSNVELYATDIVPNWALRDATNEWCARNGARQLDAPECSGRKLAGGVNARDGKPPTTTSEGGGVGGGGLGSSVSVVSGLL
GNLGQAWAVLTNGFARRAMFSLGLSPSIAAQVFAFSILALACITLSCFICFLEIALQFVGSSVFNSLSGGYAAKSGPAYS
LAFWAGLFAIVWLAQGGVSSNEHERERARRRRERAFLTHGGVGLRLDRDRREERAPHSRSERREAMRALHRAAPLRGW* 
>Mpus_Micpu122206                                                               
MERQLEEDLSNELMGALGLDDDDDDATMETRLGLNLDDLVGADDDAAAAAAADVPTTPPGHPPKPPGFEFALGPGVNAAH
DALADATVAASSTAATTVTTDASPAGHHHHHHHHHQRTASVDADANGKPPEPSEMMVKAVAILRAANAAGHSIPQEFFDC
ITTDIMLDPVIAWDGHTYERGRWLREHSTSPMTGETLPDFTLRPNHSMRSQIINHGEKLERQGVAGA*            
>Cmer_CMS041C                                                                   
MNLRRAHRERMARGIDPVDAGVRCGCPAREAPATRSVLKRQHKRPLTLSCIMFSGRRERDPAEPRDQLQGDSYYTEAGST
EQNPLVDLDLVRSRRLARFTTKSTAADSSGAVAETSATAGQHSSRPACERPENKTGTEERVLHRAESEKAPSVEACPAPQ
RKAAPAVSEKELVHQSLLRILNLSSAELEEIWARAGVAASQAPTHLTVAELDTVLAERLQDPRIVDALSYLILCYQRLRQ
ELASIQAARSQVLRESLGNALPLVVTYARTCLWEPHLFVSGRRWPAESAPHEAAALWLVEQFQKQQIPAEGDAAILPPAM
YADLVHWWARDAPDELEQLFPVFFRGLVESARAELDQIFLQRSQLSCLRALGSALEPHEALNAFVSMADFVAVDTRNNVR
SLLGPFLTPTALHYEDDRVSRALLPNNVSTESETAERDAISAVQWSLDTLRDGLYRLLMRLLRAGPYPRERVLTWLANQL
NQNRERMKLQAATAETCTDGYMLNLTDVLLRLAAPFADPRSPKLQSIPIKCLYDHHRIRLAEQETRVGCDYAEAQRLQAD
YLQQQQQQQAGNPYAFIPECFFLTTRALQLTYLPFLQYYREEILHQLQRLEEMREELNLAQQQQQQQPVSSMQQLEQQLM
RSQCERAIAGLRRDRQSCLFYLFDSGSLDRLLQFLAALAAYIMQIAGFAGRLPLPAQDAASVPREYALLPESIFELLAEV
LQSIVQLRLPVPLTTVGALFPQFVEFATMLLSNTFYLRNIHIRARYAEWLAQMFPAIGNELRHALGAVHLPPEFEAAFLG
NEQVVENLPPALMQLYIDVERTGTHTQFFDKFSMRFYMSEVLVAMWRVPAYARVLRRLASTREGLFVHFSNMLFNDANFL
LDESLQALAEIHELERLLEPNSIQGQALEPQAREEKRKRLLQLQRQAKSFNQLANSSIRLMVTLTEEVRQPFLRPELLDR
LTNMLNYFLVALCGPRCENLVVQERHRYEWEPRQLLSQILRIYLSMHDPLRDRDGTRRFCCSIAADGRSYRPEVFERAAQ
IAATRGLLTPAECQRFHELVESVAICAKELVAEDEELSEAPDEFLDPILATLMQDPVMLPSSRKIVDRSTIVRHLLSDPH
DPFNRQPLRIEDVIPQPALKEQITSWLQERQGTRRVS                                           
>Cpar_11915Contig55681                                                          
MVPVMIADGTGHSYERGAVDNWLAWHGKSPLTGEQVVGRDVVPNRSLKTAIDRWRAGERA                    
>Cpar_13047Contig6963                                                           
MEQAADSQDDIRLKRLQRLQQPQQPVEAAQGASSPATQSQASSFALHASTPPPAPKPSTPKPAPEELKPTPRETQKSPAS
PVDYEHDVIARIFGVTLVDIGPQTSRAEQEPPPVFLEQCATDIITSSNGDTELKLRRIRLDSVLAERIAVPVSTLPRGEP
QSGLEYLLRCFRRASDEVRRVSSNAERKAIVEECRGYVVSYLGIYLLNPEAFADRWEGQANKIEGPESLMPFLENAATAS
PGILASGSSQRTLPDGLLEALITFENEGLENFINPLLQKISDSVKGVGLMGTYQGWVRILLMLLSHKAVAALFVEHPSFL
PPPPKPNIFAPRPAIGLHYELFSLLGPFFGIHALPDHKEAASINRSFYPDPNNISQQALDDAHKSIRLALRPLHEALRDI
MLKLLRGGPGPKSKALDWIAKMIDANFKTKYHYDPRLYATHGFTLNLCAVMLELFKPFLEGLSPPGAKPAIQLPAAEKRK
KFDPNYYQESARMDVSKDTKIAVESAELDAQKEVQTAGPRPSTSSGTSASASESGEKPPLVEYPFSTECYFMMLRSIFVG
FTPAVKELKHLQENFWRYKEAYEKSKNIPSTGPQHDEQMKKLKEEYDQCSRDIFAFEAQLLPEFASGILKVAALSGEYLL
DLVDPNRQGPSSLPTPPPMEFAALPEHLIDDIFEAYTTFLYNGRNATMFDGMAGASRVECPSLLVPIVNLAAYFVPLPAY
ARNPYLRSKLAELLSAFMTHKVSKNSDPILLVDHLEKIPAARDYLVTGMMRLYDIEHTGSHTQFYDKFNVRHHISQIEKM
WVSQHFRKRVHAEYQASVPRETGVFMRFVNFLLNFNFLLEDCLGNLKRIRDLQQMPKTPEWTMKSEQERRELQAELEQKE
KMVASFMLADDSVKMLVMLSAELGEPFVEAQMVDRIASLNETLKRLVGPACIELKVENPDKLYWRPKELLKNIMMVYLHL
QKYKQFPEAVIKEKRSYDTGLLVRAGGIARRVGLFPEPTLAEWDSFAAICGSLEAHANEEEEQLGEVPDEFLDPITAEIM
DDPVTLPTSGNICDRSVITRHLLSDETDPFNRKHLTVEQLIPVELKEKIQAFRDSRLRKK*                   
>Cpar_18526Contig15198                                                          
MEAAGKEAKEENKREIQRLHRLIGTLMRDPITDRAVITRHLLSEETCPFTRARLTLAMLEPLPELKERADAFVAQRRAAR
AQQP*                                                                           
>Cpar_24691Contig40993                                                          
MPGDKEEIPPPFLCNLTKTLMEDPVVTCGHYFNRASIVEHLKENENCPKEGCGFALRNRPLSTAYYIKSSIEQYQRDLEE
AKNAKKESKGKKGKKKK*                                                              



>Cpar_27711Contig54818                                                          
MEPVTLNDGTGMSYERRALQRWLNDNQTSPITRRRIPLPGPVLTPNQSLAAAIAQWRLNLQY*                 
>Cpar_29404Contig7128                                                           
MPDLLDYFAREEAPEELCEPNAARRVPMRDPVVMPSGETYDRATILAAGEDPSTGEKVSAEAAAALTTNKAVARA     
>Esil_CBN78076                                                                  
MSPEQRLHNSLRAVLRVTLSQAEGETLPSGFVYVGEAVDGDALLAEDILPEVVCARLGAPDPQDRGIGFLAGAFSRCQDE
LQSVRRRAGKSDVALALKGLEAARTQLINFSATCLMEACKSASDPWLAPCAGLTSLLQASKKACDVAVKAKGFALPKEGT
PEAAPVPAPVPTGPNALQMLLMQGGARNRMVSPRSGPMAANNTVLGRILRIGFPATDPLATDSFDKVYRRGQPGINSALQ
TVRGRLKVVHSVASGIVMLLVKASVESRKAVVAWFADALLVNTPAEASNPDPLKAASPEFLMNMSVALLGLAMPIVRDEG
KFKKIDAASFLSSKAAIRDLFPDDTTMLVTRTPSSASPSDSPEEGASSTADEGGSAAAAAVTGEGGAGGVGGGKGVPLVE
LKSFTTQAFFTCWRALHLGLLQVMGRHDRLHQQLAHLSREMGDPGSPNPDPQMDMHFNMFVQRKLVAEVVISDPDVLADS
LMFMVKAGSWLTEFVSKEAGVAIDSSEHEISSRGSLAGLSEDSLVWQLPEHLIEDILELILFLTNHHPQTLGTSQLYPLM
TMVVFFLAHPSLVKSPHLRASLGDVLYKTFLPRSERGNEDPYGAPLGGDAHTGLLYSHPLAQKHLAPSLLLLYGDVEHTG
FYEKLTHRFYIAAVLKYLWRSKEHRSTFRRISQDTGKFVRFANGLMNESNSLVASVMEKLPEVRAVQLQMRDPAQWGAMT
ETQRNEIAERHDENERSLKSNLSLCNETLHMVAYLTSDPDIQKPFLREELLLRLAEMLLCVLKQLIGSKGLEIKVDNPES
YNFRPKEMLREICTTISQFSTQPGFHKHLAMSGYYQEDLLPKATSTMRRLQLLPASSMADMDSLCSAVIEARASYEASEA
SLGEVPDEFLDPVLCHVMRDPVLLPTSGTILDRSTIVQHLLNDSMDPFNRQPLTEDMVEPQTELRERIEEFLARRGSQSG
>Esil_CBN79072                                                                  
MLLENESDKDQPNGMGWTPLHEACYFNHLDTVQLLLVHGADPTIKNVQGAMPYNMTSFQPIRDLLREIGGEEAAKTMPTP
TFSVCVNEQGQMFVRVTAGEADKEEEKAGGGGRGSAGGAAAKKASSPSRSRSPQGRAGSGGGGPEGGEVLHKGPMLGELP
ALGRPPVSSSSGGASPTAYDSKRDSEERRHDGAGVGGRGGGGAGDGAGGGPGMHEASRDSNSLGMPGETDEGQAPEGIIC
QLSKRVARDPVRTPYGHLFDRQMIGLWLSKQGSICPLTGQPLVEAELKADGKAKAEAKAWNDDLLAQKKHSATAASEGRG
GSSSAAAANGAEGHSSSSGGERNGADLETPAPAKGAAAAAAGRERRGSKEAENNGDDIYDF                   
>Esil_CBJ33611                                                                  
MEDPAVAADGYTYERTAIECWLSEHDTSPVTGKALETKVVFKNWSLVSSSPSPSFSSEPGR                   
>Esil_CBJ48446                                                                  
MAGGKYAQGEQHSRNGRYDLPAYGNTDSWHDDDMRVAVIVLLMALGWIYLKLRGKDANKGWLEALGVGFGGNDPPGFASL
EELVGALKDAGVSKAGLIVGVDFTRSNEWTGERVYGNGSMHDIDDRKPNPYQEVLRGVGRGLGPLNRAEKIWCYGFGDEN
TRDEAVFCFMADDQPCANLAQALDRYASIAPAVSLSGPTSFAPLIRKAIEIVQDTREYHCLVIIADGQVTKERDTVRAIQ
DASNYPLSIIMVGVGEGPWETCREFDNRLPGRRYDNFRFVEHRRLKYGDAEALALSALAEVPDQYRAIRALGIMEGAGAP
GSGPTSVAASVAGGGVSGSAPSMAPVNMVMSGSAPPSAPPSELDEDEGVPQDFICPLTLEVMIDPVVCEDGHSYERGALE
AWLRNHDTSPMSNAHLNSKMAVPNHALRNSIEAFRRERGY                                        
>Esil_CBJ26008                                                                  
MSAAMENVTPRASSSDNGSDSDGFVVVSDQEDFVKLKSPPRPRTAAVAAPAIAPSAGLDEPGLTVGIGSNGGGGAGAAPH
HRNHQPATATSPGELVSSINRSPAVATATTTTVATATSAAATSANIVSPSSPLRPNHPCRHHHNQQNSPPWTRVAAVPPE
APRLPSHYVERSALLENVVNMLIAKKHFDNGHARGVTTTNSGDNQLDNNFPIRNNGNNGTHVEKRCKTFFPRGTKNTSGD
GNGNENSNDDDGLEGAAYALLGDSGSGKTVLASAIVSHPEVRRKFWRGIFWVNLGRGGVVTRARTGTGGGLLRALLHDLA
AQVVALDHPLPANGEEAAAATALLARSASAGETLKQLATSNGGSHVGELSRLLVLDSISESFTDNPNAVAELERAGFTVL
VTCSRPCALSVLRSKQPMAKPEVGVPGGLPNDLEHGHRTSPHRRIHVSVLHPATPSEAVEMLLKRVRRPGGATMAVEATS
PAGWAELKAAEAGGPGANASTRASFESCALQVVNHCREVAPLALAIVGAVIAGQDERGGRRDNSLSCDYAERCRQIERQV
TRHQDCGDGYDAFNRVMELGFGALPGDKTKDCFIRLGVLAEGTVAPLDMLSNLWGQDSEETARTVNELSENSFLIEMDPG
SRCYSIHDRVLAFAKTKLLRAGFGPDGFHCRCYLGGEKAAASTTARSTREAAVVNQVDYLSRPGILSRFSYSGGGSNGVI
GDGGEAGIALGCGDGMLLGGLPALAALWQSLEDLRSDDDCYCERFRIVMGRRQSPRRRFLGDAYGASLQRMGVCVEAAFG
YWAAAKLLQLQGINKDAKTMAGKSVHVGNALYHAGAAQAERLPSKSTLLRQKGKDNKLVDRYEKEVESVRLSYGYHHPAV
ASALSSLAHVLLEQGKTIPAGVRYREALVALEGSVGDDHPLVANALMDVAKADTNQLMPLLDGDERRLLLNTHSSELCSR
ALSIYDDDLGLAVIMFLRENTTPLVRLAHMLEEQGNVKEAKRLCRAALHTLDGENPLGRPQVAAVLATLADLLGKEMHGF
TLRDAFACPITGELMRDPVVVEDGHTYDREAIEMWLRKYGTSPKTGEPIERLLLVPNLNLRRLIKDFLIEGGEELYVGGR
DGDGGDQDDGSGEVDRDEGDGGESGWEERSGTGEHRECRFALVTEQILVLKCLGSVYPGGNIESFRVTERGCVGGRNQPN
TLAGAEFVQISDATVSKRHFGIAFDKEDKLFSLRDLGSAGGTFVRLELGVSTLLYPGMIILLGRHQLEVIDVSSTDSEAK
AVEGDRNPFAVGDKGSNATSPSSPSAPGNSSSTAARRRGMACSIVGSAAIVNKGPTTDGGEREPRHPISPQPAKSSSSKQ
HEEGEGGISDDEKELEAGAKPGRRNPRVCLECFAPEGTPIQGKRFFVGREGATLGGRKTNTIAFSYESGGTVMGIDDFIS
GVHARIVYDDGGGFFHITDGNSFKSSKNGTWVRLSGKHTESRPYPLSHGTEILIGTVPFSVTLGRLKKSSPPKAEVTSCR
EGSGPSILAPAGSEPRRQSS                                                            
>Esil_CBJ29474                                                                  
MLNGPLLVRGSALRDEFSCPITRELMRDPVIAADGHTYDREAIEMWLRNHDTSPKTGQPMEQLSLVPNLNLRRLIKDLLA
EGGEGLYVYRVDSDEEGDGPGGSSRAQGGGGGRRERGREKEGNREYRFALVTEQILVLKCLGPTDSDWNDKSFRVTERGC
VGGRKQPAMLAGADFMQFSDATVSRRHFGIIFDKEEKQFSLCDFGSAGGTFVRLASGVPTPLYPSMMIMLGKHQLEITNA
CPEDVDVKAVDADGASIAAEDKGGDDASRSRPSRPGDNASAAARSRGTAGVKEGATTDQEESGGRGGQRERARPTSAQSA
KSSSSSKVEEELSVLRIGGAGTGADGVSSAGDGPAGGLLLDSVEHRVRQDSSRSPLPHENAAGGEDDASVLDTPLQDKHG
EGEGGASGDEKELEGLERSFEAGLKLARGHRRVCLECFAPEGTPIQGSRFFVGREGATLGRRQTNTIAFSHESGGTVMGI
DASISGEHARIVYDEEGDFLHIMDGTPTKPSTNGTWFRLSGMHTESRPYPLSNGAEILIGTVRFSVTLESMVVEKELTVD
NRNHFMSLAKDQDRRSSPPWGAGRQSGSRGGRVDQANRSGR                                       



>Esil_CBJ29425                                                                  
MGALNNGALLVGNGESMRVAEEDRATGTSVIGETAMDFSLEMVLAQGLMDDMAGVFQEMSSEAKRRVVQRVTKSGALPVS
RDAPGYSAVLKLLGVTDSSLDCGEQGANSTGNTGRAESKNCRAGEDWASDRKTAKNEAEARTRKLSRAFMAGAGSADNIE
AERKAAGNGNAFVPTERDHKLQKHHDEDGQSGHSVGKTSGGEAKVDNAAISGHGGQGADKGVRRGLASLGDLPSLGRRID
PGTLADLKQQRVRVNLDLPRNALSSRLKPACDGSHADGSRTARSSRGHNDGRVDGNGWAGGESWSGGSGDEGARDGGGPK
RGRKERSGSRREGNGADGMPKEFLCAINGHMMKLPVRSPHGHVFELSTILLWLESRGRVCPFSGKPLSKGAWGLSPGR  
>Esil_CBJ28527                                                                  
MWGDEDDDAPGGGPISELKNLFRKKGAAALPQGLLDDFIRSTSGDAAGDSGGVTLEELFQPLLLSLVNDAAELCSRADPM
AAMGEFASVVQALAALVAWKPLAGLFANLPDWVPEAACSGKSLEKKSPLGILFSFKASRASFEVGTIDLVVCGAEWSRER
KATREESQALGSVLKTCRQSLTTVREALVGLLTTLLKAKQAREQVLQWVGEVANHNRGRERDGFHQGFEVLPLSSEGMLG
NVLWALLRLCEPFLTAGDPKAEALADKTDLDYFRGSDRVSRWLDQRNQSRIAQFEANRAALLASASSSSSSPSPGNNPQS
TAGAGAGGGEREEEEEKEIDPKSKTFGTTAEFAGLAARLLHVGIGQRVKQCQTRLEEGALTKLMLQLVDMDPDIVLPSLR
FLRFQASRLIKHASIGRGITRNAMGEPLPPLPMPPPPRFAMLPAHLMEDVSDMIKFRRVHVPARLPVRANALGAHLPDRG
VRDTVVPRALHWHIRLTGSHTQFYDKFTFRSLTAQLLEHLWTLRPYRESIIRYSQDSAKFVRFANMLINDSIYHMDEAVK
FLSAIKAAQARAADQSLSEEDRAAAREEAEHSGRSAKYCLKEAKLLLRMLAYMSESIKDAFMVDELRARIAQMLGYFLDH
LVGRKSKDLKVENMAEIGWRPREVLGTLVDVYLSLSACPPFAEAVAGDERSYKREIFLRAADVISKVPSDGSPASEPRVV
EAFRAFADKAEAAFVELSQAAEELGDIPDRFMCPIGCDIMRDPVTLPTSGQIMDRPAITRHLLSDAQDPYNRKPLTVEML
EPNDALRGEIEEWIRSTPSYRCRSRRGGWRIRWP                                              
>Ngad_02564_1                                                                   
MQKLNPVIVRGRIRDEFQCPITAQIFRDPVVAKDGRTYERSAISKWLETNKTSPMTKEEISSADLVPNLNLKRLIYDLVA
EGGHGLAAKCTTTEELSHETAFGLDDVMVLRCLGPAESDWIHRSQVVTKEGILGGRRRILTGGKDSMVFQDTTVSRRHFE
AGWGPVDETSLPSFYIQDLGSAGGTYLRLRPREIMELRDGAMILVGKHQFIVISPSRLHELQLPAPACRTGQSAVAFEAF
HNSATIPTPLSPGAPGTDDNTENQGFPNMPPASAAAGAVALGTEDPNDSISGAGGGGESGLRGRQGQDFPLGRLIQRYLQ
QPEAPLVSAGEGSEQPLLMLQCFAPEGSPMQHRVFAVGVEGASIGRKQSNTVSLSQEKGGEVLGLDSAVSGEHCRIEYHH
EKGGFVLVDGGLGGDKPSTNGTWTRLSYIHMTSARQKVERDDEILVGGILRFSVSFETFLMESVVPPREEGAKACDTGGR
DGEGAVGMMSDGEGSTPRSKQDKENGPIGREEPMDTS                                           
>Ngad_04925_1                                                                   
PPPCPRPMPRSAQVESRTDPPAMEMATPSHSQQDAPPPVPAPPVAKMKASDLGTHRLIQRVLQVTADLGDPQGGGLVHVA
LPTEVEAEGGVALFTLASVSEVICTRLSAHSDGVGGEGSGASLGGFMYLAASYARLEEESRSRRPGVTEEALKEVREEVL
NFSVTAVSEPDVFGLSSEEVKAQLVRGLVTMAQDPAALVLPLPFLRQVLARMEEAEIPRVFAPVLSDLLIPLTRAARLSD
PGAGPHALALLLLLKLHKALPLALVQGVANFLLPAAGVPMPAYNPRMPLLQGPVRLQRNGRAHESFTTLGVLFRLGFPAT
DPEVYNQFENLQRRSKAEVTGKLNGLRQQLRAHQAALTDLVTALLKAGGPCRSQTVLWIAQALALNLEAEKSRPNEGIKS
SDTFLVNVGAVLLGMAGNFVGEEKKRAGIDDGFVRDLAGNAGAYPEDLTRLNPGPEGEGAKEGGGGGEYNFLTQCFFLTG
RALHLGLVACVGKHMSEERWLGHLRRQMEAGVEGAEERFNMVLQRYFAQEISLLEPDLLDKAMVFVGGAAAWFSSQAFDA
AATPDLAAALAFCSRCPEHLLEDLLVLVKFVGRAHPQSLLTAPLAPFFDLCIQALTRPQLVHSPHLRAKIGDLLYLVFLP
PEERLDHSSTSAAATRGHSVYTSFLLNNPLAQASLAPALLLLYGDVEHTGFYDKLEHRFHIAAVLKFLWRSPEHRRTFRR
ISSDTSQFTSFANGLMNETNALVASVMEKLPEIRSVQLQMKDSPAWAAMPEESRNEIMERHNDNERSVSSSLLLCNETIH
MLMYLTSDEAVRKPFLAPALSPRLANTLLSIVDKLVGTKGLEIKVENPDALNFKPKEMLREVALTILHFAGEPAFHTALS
ESGYYHEGMLGKVQQTMKRVGGMSETQLEACTALETAVASAAEKAEAEDLGVEVPDEFLDPLLCTLMKDPVRLPTSGYAM
ERAAIEQHLLNQPTDPFNRQPLSLTDLEPLPELKAKIETWVEEQRLSKRKEKEEKEAHGV                    
>Ngad_04941_01                                                                  
MSNISSSSAWAAEAELAAHDGDISREAGIRPIDSINTISGPTITHYPPQSLRCRRKSFAESLYRALLRLDPARKPRIQAV
FRYFKNHKDLSQDQVHHSLIAALGIHIVRKAWTEARADIHELLVVEPGDNNHTLENKSSLVAAAPPSEDPPVEMGTVPAP
PTSPQRQEEKKYTYHPGEERKEARDRKEKVLKFRFRHGLGNEDGQLAHPPFNACITSMEDDVQLNVEDDLADKAPHAFVC
PISLELMTRAVVAGDGFAYQQEALDEWILQKRREHSPLHSPMTNAPMAPFYIPSFTLRSLIGDYVEKVRTKRPRVD    
>Ngad_06648                                                                     
MQRSVPHVPVTPPSAMEDDAAFESFSCPITGSLMEDPVMTVGDGHTYERYAIEEWFRRNHRTSPLTGAPLLNLSLVGNIT
LRNAIEEYRASIDKLQSPGRITSPGKEKRLALAKALDAREVRMGEIRLVSQKLEDDMVIESEEDREDICFWLRTRTMLSH
EAVVEYVELLAREGATSMSFLRDADYSRRELIDLGVRVPHVASLHRIVDEYCGREMGSIGGSPSGREEGPVTPDAAGATA
LASALRTVVSNATVDRNHPLVNALNRCGLRLSMDNGPITSFMLLVKALKMVQGSAAIATAGLEVMRTLGRDEGHRRAFGE
VGACEVVVPQMRAFPQEPSVAAEGCWAIRNMAIDDSLAAILAAYDACQAVVTAMTSFPRHKSTQEQAAAAIVNLGGNNRE
LKRALASAGATRAIMESMREWPSDPDVLKQCCWAILTLAVDDEIARRLFSEGSCEAVVAAMRACPTDRLVLTKACAAIVN
LSGGNQTIKTSFGAMGACDEVIRAMRAFPRDGPLQKQVCWAMKNLAGANDPNRKRFAPGLDGVVLAVRNFGADRDVAEQA
LGALRTLAVDDENARSFGELGACEVVCSAMRAHPSIAGIQVQSCGSIINLCGNNPENRKRLANMGACELVAAALRNHRTD
RGVNEQACWAVTSLGVSTPENRRKLGEAGVCQCIVATLRTFHADRPVVEQAVSAVRNLAIEEENTRKLGSEGACDAIVMV
MRAYPGEATFQSKACAAVVNLAGGNSDNKRKLGLGGAVQAVVAALKAFPTDASVTEQGLWATKNMAVDAENTVLFGNVGI
CEVIVAALRTFQQESRVLIQALAAAVNCSGGNDENKRRLGSLGACQEIIRSMQSFPTNATVQLQACWCIKNISNNSDENK
RKFGPVSGEMVVAALRAFPTDEGILREGKAALRNLSNNNAENRARIESLNYRDHLIRSSPFSSK                
>Aano_F0YN19                                                                    
PDAYTCPITRELMREPVVCADGHTYEKAAIEAWFLEDKSTSPKTGLALDSKHLVPNFAIRSAI                 
>Aano_F0Y4L3                                                                    
MHACLLWLGGAAAFPELGAIYAATGHMSLLQATESAGRLDTPHVIINTLLPDDLAMCKLLKPNTKAAHRWECKDVTASFA



WKQYRELTADGAPCRKAHALAPSRLLKMFSILTSPFKVSIFLDTDTAPCHSLETLYTQLRATDSNGLLDVYDVLMVPARE
AVRAGPASKASWAEPAAWTQLNSGVIVWSSRAITKKLWQRWIALYCSESSTKDFNGGDQHFLSQALLRMVREDRLQLYQL
LPQWNFRSWRRHFANGPKCCEARPADGAATDPVPIYVDHGCHKDSYYLGLPQAAHVAKLRHNATAAFFGHMVMRDPVLLV
SSGITYERSSLMEALERRPGVDPQTNAAFDGPPVVAGNITLKRAIEAWRSRPGRPAEENSPPLTVLQWREAQSDPLDWVA
DVAWEIEGAGSAAALAATSELVLAPERSTRHDVVLHGESTALLPLVSRGIVRVRGREVPRGARRLEGLRLHLRTSGMAFL
AKVALSSEVVALVGGNDNLLFALYGGDAARQLLPPPEEAAPMLSPEPPAVVVRVPKDVDAALVRLRAIHEVRVSDFELET
VRDLVLLLEPDAAVEIVQELCEWENIDDADKALDDLISERLKTQTVVWHESKLELALAAAAKPELESKLEQ         
>Aano_F0XY05                                                                    
DVPDKLVCQITFELMKDPVMAADGHTFERVAIEQWFATGKRTSPATNEPLPDTRLIPNLAVKSMIA              
>Aano_F0Y3G9                                                                    
MRWALWCVALLRVGEGFRASRRIIADDDDDDYDAVGAGSANLIERAIVELEAEYGRTFDAREKAGLRRLGDDYVAESGEA
NGRGDMMVEYLGGTFRVGPHIFDAAVKAKPRAASGGAKKQDGRGERSRVSRRVIADDDDDDDETNVWEAEIESAVEFFRS
VRGAVVDEREAAVLRHGAEEYLKDGGDAEFLTDYLASAFYVGRDDADVEEDRISRTIANLKAKAESGVAENQDVAGLRRV
ASDLEKNQEARRLATAFGAGGDHSERATAKLFKGLKAVYGVERADRDAYPPVLLELLASLRAIGLHDPDDAAADPDDDDD
DDEASYCGAYDDDDDDYVTLEDLEEFDGFLEAIASLSGPADPPAVDAAILAGIERATSLGWDVDTLTVGGDGVLHVAAEH
GRADLARALVGDWGASVDLGNAAERTALHVAAEGNFVPVMLALVAGGADVDALDDEGSAPAHVAAAADRVDALEALWRWN
ANFGLRNGDGGWPAAVAAAAGSLAALEFLADRGLLYDADREPPLLVVAAGANQSGAVAALLLWGAADLDDAIAYAARAED
RARARGPDGDRRRFAAARGLLEETRRAQLTLMVEGVAFELSWVAIVAGLVFFRGEQLLAFSRRGILVGAGLVGVGGLPLL
ALFLLAWAVVFQGTRWAIRRVRAGFDTAAAADAAARELASEMDAPPPDALRLADASARSARAEAEAAARECAEIQASRTA
THKEKWQAKKRARKCAVAKEEAAKRQANQERAEALARVEARKAEAERLEALRKKASAEARARDEAKARATDAMEARAREE
ARAEARAIAAAEERARREAEARARAAARKAEAERLEAQKAAAEKAERKKAAAERKKAEAERKKAEAERKAAARAEAEARR
KAEAEARAAFEREAELLGAEEEKHAGDDYDDARVVETLAGLGLASYLPLFREQEIDDGALLGLEADDLSDMGVAPAAALR
ILSAINALRMAASKLAVNEVMDDSARHQAVLEAELKDHRARIAKLQLADVPEDLLCCISCEIMKDPVSADDGNTYERPTG
RTKTCKKAKSKQECKKVKSGGEKACKWKNDKCKAKGGDTGGSCEDNTSKGSCKKDALGCKWKNDKCRGRIRWTHWTIGEE
ILHRAAAETKAREQARAREAAAAREKAKAEARAREAKLAAEKAEEEARAREAARAREAELAAEAKVREAARAREAELAAE
AKARDAARARDAELAAEAKAREAAAAREAAANAPTRVEPEACGAEEAKHADDDYDDARVVEILAGSGNASLVPLFREHEV
DDGALLGLEADDLSDMGVAPAAALRILCAINAQRMAASKLAVNEVMDDSARHQAVLEAELKDHRARIAKLQLADVPEDLL
CCISCEIMKDPVSADDGNTYERVCIEQWFATGKRTSPRTNEPLESLKLRPNHAIRRLTATYLESRGKDF           
>Aano_F0YG08                                                                    
MPPAAARERPAAAEAASAAKPSPGANVGAREFTPSPETAREAKAKLRAAAAAAFDAARAPATEVRGVRASARDLEALAHQ
GLRAVASKLALTPATVKQLAKLKLSNQRRATQRLADRDVMSGVTDPNSFIVTDLKKNPTKSTLICADRLLAGLLGKPPAR
PEPAPASERELEGLAPALRAVAVKLALAPDAVAALKKHLSGNHQGRAAQRLADPGVMFGISDPNAFILADLQKKKKRVLL
RDDVGDAAVDADLVAAVDGLRLSEACYDMLRNLSKAQQARYASALRSVDFSTVGDPSACILRSQVLSEASPPATPGERRP
RAEPADCKTRRLRTMFLGGLRWDEGTGPTSDAELEGDIRSLLGRAGHGAGLVGLYVQRALQLAYVEFDDGATMRAALEAC
EGSKLRGCDVRWDVAKAIPSFMLAEPAPAVTPGGDDDAPASKRQLKREKLKSERRAAPPAGGDDALGRTVFVRGLPDIKA
GEAAVRSWMAGCGAIASVELGHLVGQRRGRTATVVFETLAGAEAACDTLNGEYFSRSSNKITVNKSGRPSVVKSVAKAER
PPVDGPERRLLEMERRLGERERRLSDETDALARRRLEAGRADAGAELADEVLELVDESPSGTILCANLPQHYKEKFGKLL
DLKARGGAKTVLSRLPGVRFEGTFDARVSREHASRARAPAAAARERAPAPAPASDAKLRALAADVLALCDAAPSGALLCG
DLPRLYGRAFGRPLDLGGMKMFALMSRLPGVQLARTPAGTEVSRPCLPAGAAVSRTAAVAPPPKASPSKAELKRRVAAFA
SAEGLDDGCRAALERYAVADADRCARFLRAAPSNLGDARDRAAFVLDAVERRASLAASARELAALAPELRDVADELALTS
EVVATLAGLAPEDQTLVALALQSADLARVKNLTGFVLMGLKKGTLLRKGQKREAVRRSNGAPEEFLCPLTLELMRDPVIA
ADGHTYERAAIAAWLARKSTSPVTNERIVSHEVVPAHTIRSMIARFADGAAVAHAAKGDWQAAIAESGRAHETWESHLRS
RAASGAAMDSPMASVDAAVESSLRSLEGTNVSAKEWTPPARAAADSAAAVPPVGTNVAAKEWTPSAATAAAVPPAHPWER
VPGGDVNRIFGVVESFQADSGYLRRARHPAANSRDYDVHFRSRDAPQFESLQVGTEVEFTLVDYYGTASATDVAAAAARP
AAARAGGTGSLARAARRPAAFAAEPKAPPPCRFWKQGSCDKGLACPFSHGAAAPGAELAPRASPASIGGQGPDAAGAAPP
PRGGRPAKKKPDPTVCTASPEQLDGLATEVLRLVDAAPSGTVLCANLPRLYYLKYRKALDLKAYGASKMSALVSKLPGVH
FGGTHRAEVSRRGTGLGVGDDAIDVSALAIREETQARVRAHRAERDAAASGALRYFDPRAAEDAARWAAGCREVVVLMPG
SRRADRPPGLPHDSVALLKQPGAWPGSFLLRCDPEAYRRDRRGVLDELTRVVGAAALRVESWGLAGDPPAGPAPAGLDPA
AAEEARRARVREERLRDDEAAARRLDAEDRSSQPPRPAASAEPARQAAGGAPTSGNAAPASAPLPRAAPRETTSAFDGPV
AWDELQRRVKAFADALKLDGRCRKTLEAYAVRDADACVRFLRAAPGDLGDHVNESVPLKDRSKYVSQAILHNHLLAASAS
ELNALAPELRSVADALALTSNVAKALKKLSLAQQRRAAERLADPGVMFGVLLRNAFVLAELKKKERGCLLRDDLGNGRVD
EDLVAALDGFRLSKDCYRSLRDRSRKKQALCALALESMDLSKITDLSGYIEKGLNKGTLLRKGQELMGTSTPAMASLVSA
AAARAGIRREALPAPRDEDNVPEEFLCPISMEIMTDPVIAADGHTYERRAIEAWFGRAHTSPTTNAPLPHLNLIPAHTIK
SLIQRHLEHLPFNESTLLFVQRPGLLRVENDTPWGCAETVLFEGRVPYALTDGGMNVAAKEWTPTAARLPARARAGAGAA
AAGAGAAAARRGPDPDLLSRVRALPPAERAALLAALAAGGAAAAPPKAPASGRKAAVRDATVCAASPEQLEALAREVLGL
CDAAPSGAILCANLPRLYYLKYRKPFDLKAYGAAKMAAVVSRLPGVHYAGTHRAEVSREGTGLGDGDDTIDASALAIREK
TQARVRAHRDAQLDELQSLDARDARSFRAVCPEGSLVVGAAATREAQTEAFETATRAAGRLEPMLQRLVEACGLDVGAWA
DLVVEPWDAQRALFNELRAANDDCVPGAMASLVSAAAARTRIRREALSLVDAWAGGDEALPTFGASALPRAVERALGSAA
GAAAGAASASPPGAWRGESARRASAAAASRLRSQKGELRPPSTKMRGQGECMMYSMADATADGGGSLTEKGARGVAPGRR
RLATRQAILLRDFVLKGRTEPSGSVVTVSAGYLRNFMFPRQIAVPATRANLAAAAARADAAGPAEPAAAEPAAAEPAAAA
AAVEPPPDPRAQTIKPSARTLQRDSR                                                      
>Aano_F0YAT8                                                                    



MPWVQVSAVDGGAAAEFTEHALRSASAPVTLGDASKWDAHVETKQQIFDDLDQGSGEWTRTLVKRGLLKRAAGHMARGRG
DSREAVASLFVKARRHPWLAARIAGPRCQFDEAERDAIARGLVDMLATAPAMALDALAELVQLDDAVDGRGRVRDRDDAA
LRDDAVRAGAARWLGAVDAAVRLPPPRLRFGASVLEEVCVFATGKRPRVTHVDAFCSRKFLKHCLEACAPPRRPPAFLDG
DAVEAAARALDALRDQLIDEARERDDDDAPADGDDDDSDADARTDDALGAAALLDALERHGPTAELTARQRASRRGRAAA
AEDPRWWRELGRDRRDACSERCPGAWRCPITHDIMRDPVLVVESVGNTYERRAIEAWFARRGPLTDPKSGLPVSSSVVVP
NLLLASLIRDWCEKCARAAASDDDDDDSDPRKTSDDEDVA                                        
>Aano_F0YK89                                                                    
MSRSFGDDFGQRIDLAVRIREILRNYPEGTSIVKELVQNADDAGARTVAICVDARRHAARSCASAAAEELQGPALLCYND
ALFREADFASIQRLGDSVKRSDTTKTGRFGIGFNSVYHLTEVPSFASGSKVVWFDPQCAFLPDVDPRNPGKMVDILKNPD
VLRSSADMFAGFDGAFGWTGGESYAGTLFRLPLRTEEQAKTSKLSDRHHTAASLAPLLGDVAAQAAEMLLFLKAVERVAV
YKWAPGAAKPELVHEAAIRDVTPQLRHLRAAPLRGPAPATADFALDIADGSDRQSWVVRGQMGGKTASVLAARAAARGDK
LLPWAAVAARPDVAKPFDGRAYCFLPLPRKTGLKNVHVNGFFELSSNRRDLWAAGAEDERGGAADARGAWLCAWNAALLA
DVAAPCLGRALEAAANSPGAGALWPDATFFKRSRAPDAALWRVLGAAALADVRDTNRCCLRTATGKIVAPADAIVVPPPA
GAFGDGPGVPADRPERDAVVAALADRGVAVVAAADGVLAALAPATAASPEGRGVVRVVTARGFCEALAGGDAPRDRESGL
ALLRYACRHLGDDWAALDGCRLLPLNGGGFGVLAALPPSRPHLEAMGFSPAAVRSAVRASKGEEDGAVAALLSGEPPAFP
AYFAPEARDLPLLPPRTAADIAACPENFPEPLLARLNGVGISPELAPDVARLCLAKGDGWATPWDADAAPAAESTFLDAA
GRPTAPWYAAFWTLALRGGDAQATLAALGEDLPVLPTADGVACTLAKGNPVVARGVAGFVEVLTRAGCVRAHACLELHDP
GHALFSYVHDASTRRGALAALRAAPRGVAAGDAAAARAFLAERRHAADDADAAQTARRLAIWPRFGGALGGLEGAVVLGW
APDGCYAAALDGTVVVLESDAERAYAAQLGRAPLDRAAFFLERVAPLLAADDPPRDLLVAVLRDGLADAKLRNTLRDRLR
VPTRAGGVARPRDLYDFDRAVDGGAALGDLLPDALLPAFHGDEDDALAALRGLGLRRDLDWPAVLACAAAVEASGDAATG
ARLLGALDARADALLGDGPPARAAKKPDHWFGRVFGGGDAKGDADAAAAEAARARARLDRAQNASRLAALRWLPVAAGPP
PVEAPEAADEPAAPADDAVEALDAPATRPARPRGPEDDAARLPWLADPPALAAPSAARPYRDAWACSATTPLVDAAACGD
ARHALLRRAFGWDAPVGVDTVARQLAAVAAAEHSDGAALAALVPRLYGVLDASIRTDAASTAAILAGLGDGCPSVYVAAG
ATRFARPDDVAFAGGDVATAPYLHRVPPDLACFRHFLEAVGVRKRFGPADYAGVLQRLKQPDGAPLAQDDLDLALRLVFA
LGADASLTAEKCVDMDVVAPDEAGALRPCRELVFDDAPWLRDAKADFRVTHPTVAAAHAKKLGARSLRRALLDRGLAAGA
EKASIFGDNVETEAFGQRESLTRRLAHILQLYPEGSGILNELVQNADDAGASEVRVLLDARSAATRGAQSLLSAGLAAWQ
GPALCVSNDAGFTESDWRNLVRVGQGSKLENFKTTGRFGLGFNSVYHLTDVPQVASGDHVLFLDPHADGLVPGATPQRPG
LRVKFTGGADLPAAFPDQFASWADCGCDLEKPLEGTLFRLPLRSRAAAATSEISKQHYGVEEAEALLEQFKAQATSVLLF
LRHVRAVTVTVLRDGGESETVFRAAAREDPLGSPDVDGAAVLAGENPRASADDPLAALGGATKAEFYARLLATPEASLPR
RLAKVTVAFEARGAVAVEAYAVSSCVGGGAARAMACAPEHAGHKFVPFGGVAARLGARGGGRCYTFLPVPVRTGLPVDVN
GYFELSSNRRDVWHGEDMAGAGRLKSEWNVALLRDVVAVAYARLLLALGAAGADLWPLEAGAGPCWDACRAAVFDEAREL
PLLTTDLDGGRAIEPKRCVAARAEDGAIADLLLLERLPVVALEPALHAALVASKCVGAECSPKFVRAFYAKSGATYAAGH
ARAGQRRASLATPEGVAALCAYALADAPADVAALPFNLTVDGSLGLLGGDGPVVSVADPATPEFRILEPVVPRVLAHAAV
APVLLAKLPKTSDATRAAPPDAAAVGRAVAKARFDAPPGDVVAWDPPAAGAGSRAWVGDVWAWLAANDAQKTLAATHALA
PCVAGEGDEHPRALRDWLAEAAAAGGALDGLPEAKIFKVLGSHRHAALAAGAALPPPRVDAALLNAAAADLDVLEESDRG
SRDLLRALKWPRLDDEAFFARAAPAVAAAGDPAAAVAFLRDLGHRAPRLLDGGDVGAVVPCGADGAGRRRAGELYDPAEP
GLPELLDADRFPAPAVAGDAEAMRSLRRLGLRRRLDHVGVLASARSVARIARDADDAGDAALKASAATRGRALLRILDGH
AEALLEGAGLEGADASDDSGSESDGPIAGRRAWVAALRRERWVPTLEAPPDAEALLPWAGPWLCAPDEARPLDDAWACSA
SLGLVAKADEPRSEAALAALGWRDDAAPAAVAAQLVALAGRGPGDAAWGVALGLRTPQLYGALGRRLAAERGLSRGEGAF
QHAETLLRAAPWLWLGDKWAAGASVAFSAPEVADVDCLHECPAALAAAHGPLLRALGVREAFDAADFARALREGFPGGEP
LGESRAATAAALVGLIAASGFESVDELEAAVGGDVLAPDSEGRLAPARRLAVDDAPWLSARMRENAVGALRLCHGAVAGD
AALAVGARSLRALLLAEVEATQAVPCPAAPAAGDALEAALPDVLAAADGALGARSVALVFDARTHGAASLVHPALAGAQG
PALVLWVDHDGPVGTEALVRLLSPGAAAVGRGLAGAFSLSDCLFALNRDTLHVFDPSGAFLDDGGGEKRPPGPAGRRYQL
GDGDLMRKFPNQFEPFAHLPFGVSERGIAAGTILRLPLRGDFFVDGELDVPRVDGLLRSFEAGAERALLFGHALAGVTTH
VFSGGNALLPRFSATRSGEKLLPRDGSGSASPGDARRRLLASDRAWLPKSKVGAFLGGLGAAQVFRPPALLYEFRVVVAT
YDGDGGCASRADAWLALGVLAPSAALREAAAAARDRVGRDADAPLVTLAAKVDGECDGAARLSARGADAGVDLAGVLPNV
FVDAPVCVDGDAPATFSGGALERKLCRGGAKLCVRGRWNDALWRAALCDVLPLFLGHLKDRLLMRHALYRFWPRLAFGLG
DAAPPPEATAVVDGGGGAPLAVVDAAPLAAAVVDASGAADADTDAACPLHGAAAARAAARRLAAEPLFLSGDGATYVAAS
GGLFRADPLPFRVEGFLQRRMALLRAPAAVGRDLDAAAPGTARRATPAALRRALAAEDDGKLRGELAAGGPDECWRLASQ
LLDLCCADAVAAADDGTARGREARQRCWAEVKHLPLIPLEDGSVAACRPRRRVFDGPTTTTGAPLLATPRQSALCPGLAR
RVVRLRAAKAAPALFDGGPLSLEFATAVGLERFTLATLAAELAAPWGDRLPADRRHFVAEFWREVDFEDPHAVALFGDLP
LIPLEGGGALACRHRDAVVAEPSDLRADDAALERELAALARAADAARREAAADEAAADAAEDELERRRCAEMGEDRVARA
RPRTPPENVADAPRAAEAPTPAGDRDRTRRLFGALRALGAPILEARYWPPDRRGAVVAAANGGSVKAKALRCLGAAPALK
WDRLDGAATTALLEELHPCATSPSLVATLRTLPLFKTLGGDFAPLGGEGDLEALSPRALDAVRPYAAPADLAGFLERPAT
AALRDLYADLRVPEVDVAAAAARVCAPRLKAGDLPPAVERDLVDFLVEHWDPELRRCQPLVDALAPCAFVPVGPAEPDRS
APRAKKRADELLDPQAHEALDAALVPAADCRSAPWLRLLRDLGLKRRVDAKTFLDAAKAAAAAADAGAARRLLKALYTDH
ALATDDGLLASLAPVAFVPCCDYARGGDVVDDFSSFDALVAPGDRRVAWLGAKVLRPGDAPPRVLWNPLGLRSPPAPATV
LAHARRLAADPGAACRAVAPLGGGAHDAWRRGVAPAEAFGALFDYLDAAWDDLSPAVRAALPSFALVPTDLDARRVATVA
AASGTAFLELPDDEPWALAPLLFEVPRGLPSRDVLERRFGVLRAPAPGDVAAALRRLGARRLDPNEVRAACRLVGLLARA
GGAGDVMVPDATGVPRPASRTFFVDAPHLAARLGAAGAFAAHPRLDGATCAAVGCRRLSEAAAETVQTADRDGDLVGVEP
SEAQLKATLRSRELAGALAGLAAESGDGDGADADGLAAELSGFDVRYVSRLETAVALDAGAPAAAARRVAHVDGNGKVLY
VAARDLPRGVLSPGAVAAPALLRHLRLPPALAHGFGVLLNAPPKRLRASLALLAGDADGGAGADDRRAALRRGAPGAALD



AADAAKIAPAPPGHGFHRGEVVALRRGAGFYYGVVRDADGGAAETVRVETSRRTTDRVAATADAADAPDDGAPPPPPPRD
DAAALLETVGALLARAGAPPLDADGAALRGELDAARRALAAARADADDARADAAAARRENAAAVREPPAEFLCAITRECM
VDPVIAADGFSYERSAIERWFRAKRTSPQTNAPLASTALVPNIALRGLIEGFHEGR                        
>Aano_F0Y848                                                                    
MAELAQPPDHFACPLTFELMVDPVVDPTSGTTYEKAAIVEWLTKNATSPVSGAALRPSQLVPNLALRNAID         
>Aano_F0XZ31                                                                    
MPPKRCTRSVPLVDGPVRFDGAASVQPCGDFWRPWRLDLGLKDLYHPQLLHAAAVASGVRLAFASDADALELDYTHASIF
HGCAFDLVVDGRVITKRVPAVAPLPPGLTGDEKRSVMESHPCAARPPRATVAWSGLGASGRTRRFELWLPHATVVRYHAL
RVDAGASVEPAVDERRRFVVYGSSITSCAEASSPSRTWPAIAANSTAGLHLVNLGFAGGCHLDPLVARAIAGARADFVVL
ELGINVFDAKSFSERSFEAAVLGFILNVRDGHPTAPLLVVSPIWAAGRETQKRALGLPAIRAVLAKLVEKLRHRGDANVH
YRSGIDLFGEADEADLVDGVHPSAAGYERIAARFERLAFGVGGCFEQEPPVAERFMALSSLVDGFLDGRSPDGVSLRAAG
AIASTCREARVGASDSLVTYGGELMRAATSQLVTGVTPPRAVSMCVLREAFKSPALRATAEDLKATVAKPLLALLTAPEV
KCDEKIQGGRARGAPCDQCLCRLRALRALRAVHDVPTDPSVSKLILEGVASAFLGNSQHLRELLYLKMQIQNIADESAER
REKIMSRRKRNEDTVGDPSRTAESAAAAEEALLEMLDDEEQEASKKHKKKQKKKQKKKGPAPGRATGRLDSWVKTRGYGL
IAPDHGSEKIFVHASALKAFGTKDLSSFVGTRMSYDTGTRQNKPIALDVRREGAPAPPPARAAPPARAAPPPPARPAPPP
RDDDVPEEFLCPITFEMMTDPVIAADGHTYERRAIEAWFSRARTSPVTNEPLEHLHLIPAHTIRSTRALSASSLGFVLAH
SYDYHKLLDESAEDVDIVKNVKKLSRKLDAILGDAAVLQSASAISTTCRVARAGCQPSLALRGTERMRAGVNRLVAGKES
LPRKEPLPKDLRFLRAAFASPALRKASEELKARVAKPLLSIVLLTSGGELTYQDVKSSLASSI                 
>Aano_F0Y847                                                                    
MASCTLHTLLGACGLPQHYAKLHAEEVDVDLLRDDILTLDDLAGLIPRADAEKILGAARGGAAQPRAADGPPRDAAADAA
PRDAAADGPPDSWEDLIPRADAEKVLATARGAAEDDEPPDSFVCPISYEVMRDPVTAADGTTYDRAFIAAWLSKHDTSPA
TNLVLESKILVPDDALRAAIRADPRYAALAPSRPPGAPPPPPPRPEARVAPRAAPPRVEAPPRAAPPAPRRDAPAPRLDR
RAGMVKSFDKVYGFIAEDAGGEMFVHIADVRGRRELKRGDRVTYSVAPFRGRPKAVNVEVAPAAEPRRAAPPRSPVKPGA
REAGSVVSFNASFGFIKPVDGGPVVFFHRDDLRDDLHARGLEPDDFVSFRWGVDHRPADRVGASLMESFAPEQSVSAMAS
KPTHTKTQHRPADRVGASLPPRVSGEALGEVEVAVSECRGAEALSLVLRWWGEGDAPQAGVVFEASRKNPRRGENSCLFP
VRVDEHGLGRYLRDARLLRFDVVAHGRVVGALKVPLTKAPLGRVPGDGELGLVDARFSAVSNPPKTTSHSAAPRKVLGSA
RVRLVVRMRSKSRVRSALKPRGALVGSFDGPAAAAAGPPRETAARKPAALASTIPKVGLKSKFYKDPEATGVALPVGTAG
TLGAAKRRKKPPLAATYRQPKPTANPWGPGSDDDDEPDAAAATAEVAPPVDEVERFVEGDMTAPPPREAAEDDAHARWTV
EDDAAEEREEAVLEGLLRRGEALREQIARAEYSTPSRGDDAVAAFVDAELDAATRPPPTRPPPPESESELSDDEDRDEGR
AFATAPATRATGGMVALQRRAASLASELDDTALLAHADDDIVEQLLQDPDLNPREARAADEAPAPAAPPPPARREPEAPV
AAAAAAPAPPDPRALRCLLRVRGLRLDRGTAATCGRARVAHRWSLPNAPERPPRRDGKFGSRPADGARGAYALGPYDCAA
PFAVDDAFRVGRAVQVVEVWAEAPDGASERLIGLAKLRGEELAAALDRERRRVVRAQRLFDVAAGADARLDEWLLDGGRA
VVADFTAALVDPLSQLRRGAVDATLALGTPSQLAALEDARAFDKAAKIQSLLRARAARRRPAPPPPPPPAPPAAPAGAPL
AAFVDALDDAGLLDDDVSALSNYDGAAPDDGAIAYEDPADVAFGAAAVRHVLEVAAVGPCRLPGARGGATVSYAVLGGEP
ASLWWDGDSPRLNSRSRHDFETTSSAAAPAAAAALLRGRGGVAFTVAPDGGGAAFEAVLAVRDVKRLVAAAAAREVVRIP
LADASGLRGGDLALAVAYRREPAGVLRTRARRAAPPAERLAVRIGELRGLGGVLRAWRAQGAGSGTFPLAERPERGVSFV
AEVEAVLVFGDGGALEFRSKPFAFVAEDRHDDAPGDLVDEVVALRAGRTPVRLDVVLRLLDVRVGDAGTAAVDGPLGVPL
ARCSAPLAVDERDVGGWLALKPDVDDAAGDDVFSVTNGAVHVTCALASAAAAVPPPRRPATRDAATAVAESLELPPAGDA
RPLLRAAAAAPPPAPPRSVAAAAPRGGLALLTVVVDAAERLSVPPFRPETPTEDWRWSVSWRSLDGRHAGDTAPAAGALR
PDGLFAVAWAAEFAAELPVAALRDGALAFDVLVRAKHAPNAAKLGSVTVDLGLLACGMTRLDGSYQLSDDFRRDRGALRL
KIGAAAGAPEIAGARFVAAPRAAPVVAAARPDPPRLAAPGPCVAEVEDAVVFVPAPEGPESPGRRREGVRADHLEARARA
LDAGGVSLADLAGVVAGLDAVGAHLRRLGGDAPPAAPRGPPPPVVSLADLAPPPRRRPPFSPVGAREGAAAPPVGAGSAA
ADAEDAAATAWAAASDAARAAADAAASAAARDAAAELRRDAERLADELRHDRDRAAERLAAERAASAAAQAAAAREARAL
VEAERAALRRELDEARAAAAARDADRDRAAAAAAADAAARHLGALAADAAEHAAAAAAADRDRALRDAEDAALKAAAELR
AAAAAVPEPAGRPSDAAEGLPSGLPSLAARPAATGLRASTSSSDAVSTSDASGRTAPRRAAFATAETERIARIMRGGWAA
PG                                                                              
>Aano_F0YEH8                                                                    
MDTNDDSEPLLVDDGGDDDEGGAPPSLLCPITQEVMVEPVIASDGFTYERSAIERWLDMGPDRRSPTTNAPLPSRTLVPN
RHLASMIAAYRSRLGARVVALVGAERELPAPADWESRERALLGEVARLLDAGADPDARDDGGRPALLAACATRRFPAARA
LVEAGARVSAPDGSSEALNIIEALIEREADRRAGRSRRKHLGKLLEDPDSDAGDVENPLREDAAAADDDKGLSDDQLDAL
RALVGALRDRAAAEVADDERRAARRRDADARRATDEEARDSQGALRRLADRPGDAAAAVPAGVFGAARLRQRGYFPSLFA
LQFGLVPDRRRGPGRFKWTCFAFLEEPAVQSATHRERVAMRRMRAGILSVGTLLFFFLCFG                   
>Aano_F0XVJ0                                                                    
MDFEELSDSSEGFDDSASVSEDDDFPGGSFAELPDDEAMEVAWTPPQTLDAAASGLNALVRLVAARTAASRGFAESASDA
SSLSELDSDWDDGGWDDDGEDAAGDDAPWPRAPPLPPGTRDAVEAECSCPITHALMLDPVLASDGVVYEREAIERWIATA
CATALGRGARRVLSPLTRAPLKTRRLAPVRNLARLARAAAEREDADAELRADYAARCVRRALRRRDAAAVVRAKAVWGGG
AFATDAELLASAEAAGPGFSCALKLALSGASPGFAEALSPLQRSWRARRSKRARRSTLSANALPFFAPLD          
>Aano_F0YK07                                                                    
PPELLCPITLSMMGDPVVANDGHSYERAAIATWLATHDTSPRTREPMGGANLVPNHALRAQIGEWRAARGL         
>Aano_F0YAP5                                                                    
SESYPDEFACPISYELMQDPVIASDGHTYERSAIAAWFERRRTSPITNEDLPNLDLVPAHAMRSLIARWLETN       
>Aano_F0XW19                                                                    



MAEEGVEMDAVVALGELGAPLSPEPEIHKAMLVLLCRVFDYELRTEDLLELCRGNRRLALETVCGLLEDGEAVSTAVAQR
QEAQGGQRAVWEKVVVAQRWERSLVAQACCLLRGFTHPATYFKAMDEGFYFLECGVELPEYCIEQFSLEMHGLLAVAMRD
QLVEKLSYALHDALFHGEARVLSNTEHAAVFAAHNFFQNLYLYGGGVDAPLEGPSLAEIYRGHLICDTLLVPHLVLPYLE
RCIYHAQVLHRRHLASRDALAILGPECEGLVDDVTARDMDDPALTHGIAATLRTLVIATFRAPRTRVMFQILRRFNPTPA
LLEMKGFVARHEYVFTLLLQLNVNMGSFDVSRGAMKESLADVYKGFTLLQDVADVYASLDGDKKRRILRRLEQSGALPLA
RDTPSYTALLNLLWGGGGGQFEYLRTAHRAAVSLMEAELDGALASSDDDDDGCGLDHDDDLGETAAFRDARAAAKAAAAK
RVSDATAASADDDDDDSFAGDDGSPDVPACDGGEAEGGVFFHTSGRGDDSELLTTCKLGGDARGEPPTPKISKLAPPPKA
DAPAPASYDDAPKVLSLLGDLPTLDAHRKDRKPKKKELKAFLDLDLEVPVAQLHVNNADHRAEQRALGYVQGDRGPLSPT
NMKPVADGAVPRRLCCAINGHLMRDPVRARGKPHAPAFERETIELWLETRGSVCPITGAPLEKIDLAADAALRNEIVRYH
IARTTLADEQDPFELIKASKTTNDKGEPQTPTPKARDDDAEADLYDF                                 
>Aano_F0Y132                                                                    
DAPDEFVDPLTCAMMTDPVALPSGQVVDNSTIQQHLLNELTDPFSRTPMEPKDVTPLPDLKAKIEAWLADARAKRKRSA 
>Aano_F0Y2R9                                                                    
MGVPTGPRRRILCAVAAARDRPGAARPPPVAALPVAARASWHCPISMDVMREPVVCACGNTFERSFIAAWLTTNDTSPVT
GEVFPHKMLVPNHSMRSDIQEWHDECKRAGGAPPSPTRAAQQRRRDPEDA                              
>Aano_F0XZ03                                                                    
PEELCCPVTCELMKDPVMADDGHTYERVAIEQWFATGKRTSPKTNESLPSTVVRPNHAVKSMIAGFLDACRRSGVAPDD 
>Aano_F0YDW7                                                                    
MASADPWAALREWVALLPVVEDFGLDDALLDLLFEEAARVEDHNAKEGVTNKTKKTWDGLSKQLEDARKLEAKKKRASSS
KVKAKAGEEEKKEEKATLGVKELTKLLKAVETRYGAEYSAGAAAGKALAEASDAVTASIAKLYRRRARDLHPDRNQGKPD
ARERFDRFQRSSAVLKNTGHRLRYFKEMRAAHAAKGYDVTQLELNRYMWHSMWMERNLEALGFGEDAPERPLMIQSEEAM
QSPLKPTVLRESVVGDAAKFVVVELKLPAKFLEAVRAVECVAEMISGDGVLENVSAPLLVDDLANWAGETHLVGTATVPS
LGAGGWDITWRVGVAKSTGEMSWSSPSAGAYVEVVDAKRRERELVALQHVDTCVKHTQHLERLLAEAEGWGGLADADLDR
AAAQLERAITRCAGAANRAFGAPGASVLVGNARRAVDRAKPVHGRLEDRRAMRLKRKVRRDFANDARDRVWSGTFGSWIA
AVTAEDLERSHGDANRLFQALVDVDWATDVELDLAAERGTSLFSRRNVDKLRDAAQAYRDKADEQRREREAAAAAAKRFD
ARAEAAAERRRREESERFDREMAFFKAQQEATAVFARREEETADDGFPAYDAAAFEGPPAPPAPVAPPAPAPAAPAYPAY
APEVSPEADVAGAGDDLYCPITHELFGDPVVLAGDGHTYERRAITEWFQRGNATSPLTSAPLEPSQRALVPNYSVRRLAD
EHRATTAAAAAAPPALRALRALSAPPPPVAAPPRAAAPVVSPPSSPAGVAGDLARFLDALDLGRDARRTLEAQCVENEIL
DFDTAKLISAEDWRDCGVKVGTRKKILHAFASYNRSMPSPGFVAVASSDDAPFDAALAAEGARGLAAARTAREGSGPRSL
DALGVALRVGCELRVLDGNATLELRAGRRRRRFDVAAPCAGPWPACGRGAPATPLLCAVSSPRSAARRGRAPLALVTSYS
DFGFFHTFLRWALNRLCHADLRGLPTYAFVGAPLARGAPPRAPGCPSAVEERLGHTSKALSLYALGVLGVADALLFLDSD
AWVAGAAFGRPFLETFAAAARGGEVALPAPCYRQFFGAAVLLATATPWAVGFLARWFRLRLRCGPKDQPSLWHLVLRAAG
RDDAADAVLGAYHDARCVDAAGALTKRDCACAPGGVVSRADATCGYYAAWDRANAAFLGDVFAGAVNDTGVLYEVAAPLL
VPGGRVAYLPNAGRRDPLLCGDTAPLRHVKFLRKADRDLDARCGAPPPGLLFKGD                         
>Aano_F0Y484                                                                    
PDAYVCPITRELMHDPVFASDGHTYERDAIQQWLISHDTSPKTGLILDSKHLVPNFAIRSAI                  
>Aano_F0Y8V7                                                                    
MGQSASSDTSTPPPPAATKPAPRACAKPADPARIAALLIEFLPAPRDDDDDDDGAETEDYASDDDDSLDDIVERVDDRSA
KRQKRPATRSRGTAPERKPAECVAALAAASKATRAMIGPGVVAWGVARLEASLGAFETGYADVGGERVHRGPAIEFAARA
LASASSLRAPTLAKGAGLARAVAAAVGDGTCGPCQLRACRLAAELFREGDIMPRLWNVARPGAPSPRPRTDAAEAADALA
YELGGLLAAEARGDALNAPWAALWRQLSAAFLCDRDDGEPVHHDCYPWYHLDCPHNVAAAEDLAAGLIATCVAVASATAP
RLGTFEHAYAPRRRFVTWLEQLPTVTHSIVAMPPYGDKSVEELRHEDYLIQRRADLARRARTDPTDPTVATRLGAVELEL
TKATQAMTARMPPPWAPLPEDRAYGLGAGDRVDGVLAPLVRFLDVGLSLREDVPGAWPAHTFAAAALALVERAYACEAAK
DVIQEEDVIWDVARLLGDDGVPDDACPARASARAYARDALRLHAEAGRGFAMHATLALRQAGAVAVDADGVDGVVLRDAG
RDAATMERDRERDGAITAAIMRASLDVPGSLGLIDAYDDAYGGGGDWAARAARCATELTEALQAADADPTELLRCGAFEA
LARVACHAATPTVVVAEAGACLACFVAESREDAARTWARAKGWRFLVRAVRRVRRATEAKRWGDAVAPEDDDRLKLFAIL
SVVAACAAARPPEADADDGDDGARDACARERCVDEHEYADVCAALLEATRPGGACAEGPPLSAALAVVLECSLVAPGRPV
VALDAGAAGPALAALLGNGFPFEPPPTCRLGPETLARLGAKRSDLATVGAAAAAVFCGQAFDPACAAREPFCQAAPSIRE
GTALVDDGLEWLERAGGAVAALFSALRWQAPGAPFAGLLLTALCEHDAPDDDYTFEGDDVPPSFAVSRALFAKEFERARD
ECACSGPRPNPNHILRTVARTRGPIDALRDVERKGGFVAARILQRKLTGHNPTVDKEELREREAQAESAEAELLALLDDE
EGARARTAAAKKKKKKKKKGAAADQAEVGEVEGKDTTGGARDESTGAEPPPRREAAREPRPPPQGAGASDDDDDDDDLLL
LARQPTGRPVPKPAPKPAAPQKPAQKPKPKPTPAAPKAAPKPKPTPAAPAGDAELALLLSREEYLASEEYAASTPPPPRP
AAPAPPPPPPAPPAAPPAPPPRRETTRPPRPAARAAAPPPPPTTVSGVLARVGLGHLEAVFEAEEVDFEALGLLRPDDFA
SLGIAPADANAIVSALAAPVEARFAPARRGRLSGTVLWFNKSHGFVQPDGGGADVFVHLSDVCGVLKAGDRVLYDVTRFK
GRDKCVDVVKAGAGAAPAPAPAAAPPPPPLRCDSLPDEFTCPISFELMEDPVIAADGHTYERRAIAAWFERRRTSPITNE
ALPNLDLVPAHAIRSMIARYRATAS                                                       
>Aano_F0YCR7                                                                    
MACRVWLADPAEFEAQPAGFGKRPGPPTGEERDLAASAAALWNALASDAAPRYADDPEALGRLTARVLGEDGLLRLDGAA
CCAALREDAREGVVRWRHCAAAAAAAAAAESERDVRRLVDDGLVGSLVRVLTECEVPPEPYGGGHLLRIFACEALARVVA
KSDAFSGDAAVISERQLDAVLALFENLHCVDGGDQSTAACRAFARAAFPELDAPVTSVVCRLGRTLLGRGRAALAGRHLG
QMSWAAQALLDGAPRDPDADAEDAAERRRTIWVPDAAAILDLLARGGHAAWFLDAERLLEEAPRSLIGRLAPFAAPVATT
RDAQTAIDIALQLRAARNSNLQPDFNVGVIERLRDQSGSSSKPSNWTRFQELAADFASRSRDNVAGIERGCLAGHARAAL



VPLVVAAASNPGKVPDGALFRDVLEAIDVFAVDLSEGRAQSAEAVAALARSRAGKESDMPNARSDVYARSAARALLPRVA
DLVCCGAEEEPQFRTKAMECLAKATAAWARDDAARPLAAACLRRVRRSLGAESPAAARAWKVAFDALPGELDVYERDVVA
LSLAADVRAARPDDERAARDACLRLCPQSYEDLLTHRAEFLPMDKVERIVEGGALDALVRVVASDGKAKKRATRNRRAAL
VCAAHDALVCILLAAREAYIERGHVNELVPWLDSGRDKGATFPTLDSRDATVALQTVALPLFDGAERTPPPPFAPASVGP
AARMACVARSLVLLDCVYAISKARDAGWPRVHFDHELGVTAQKILELLPTLVAGERAPLGPAFHLLFDLGLGGHVGSTED
EAASKSLVDLLASARPIEDLGVAEEDRVEAALRKSQRPPPRDVPILLRHAATVALLIFAEGRGGENAWLADICAHGGVPR
LLDIVRKDFLLSREGNAENARRAAMHLLRLAAKSAIARPALLRALGDVDARFVTTNVDEDALLEHLDIIQDAAAARYAAY
ERRRRKLGRDGDGAVSPAATARAQADADAAAASLLADCAAEEEGKASRKARRKKKKARKPPDAAIAAPAAAPAAGASAPP
GDPPAPPPAAAATPEASDAGPDADAPGAAADAAECSSPDSSSAPERFDGDDALGAVLRAAGLGKDDRTRRILDAEGVDAA
GFFLLRDRDVADLGVRKGAALKIRKHVNDRRAARSRDLDDDAPDFLTCPLSLELFVDPVLLLVDGQTYERSDVAAWIDQH
ATSPLTREPAKQADLVPNRAVLDAADAFRDGWGRLDEG                                          
>Aano_F0YD11                                                                    
MSKSPLWSAPWTLEARVFATKAELSVEEEAAALGDDAWLLESSRVALDGVAASTTLRSLKERVARIRSCPPERQTWFASQ
RHGHWRRLRCVSALGPPNFATVGDLGIGPGSVVRVCLEAALDDGAFDSGPDGQRVLLVRLLVDDCSSSVVGAKYARASLG
ADLRAAVADMADVPEVELVTEDGEWISDDELVWPKYASKEVRAYRCHEAALRAGPYESVVVHRVCDAWDRDALAALAEAA
WPTLPESCDLAIRLNHRLIEAQPVVRLDLAPGLLKELLLAYDDPVFFPRDGAESLHDEGCMGIAVLPPLRDRYPAKDAAR
VAPGRATVSCRVWAGADYEDLRLEVSVVDDSEPSRDVPEELAYDLDDAEDFPPIGAEKSLTPPRKMRRGDYPEGLYPESP
DGDVDALVDAACGDDSAEQARANAAPEHFTRDQLDALGVAAPCCADLDGEASRSGDVVAFATTLRPRTTYRARLVTPGNV
YGALGAWTFATGDGLGDAPGDPIDLSANLDLIHRPRPRAARPRPRYSPTMDEDVLRSTIRDVLDGPDMSDPPGGVLDSLR
SSLDGIREDLRGMRGARAAARVDALEAALAAATASRDAEARRADGLAADLASGKRQKHRLEVRALKGAVATLGSQREAAE
QRATQLAGDVAAARGEAQRLRKEVAERRRFAEASKVAWDKVSKEWAEARDTWAKASEDIQAVTEDRDALLRQLGRFEEAA
LARASGGDLAALEEELDGMARRVRAARDARRRAVPEDFVCPISCCVMVDPVIVSDGHTYERASIEQWLETHDTSPKTGLV
LEMKHVVPNIALRNAIALFREANPTLED                                                    
>Aano_F0XZ10                                                                    
MRSIRSRHARCDEVEDAEVCRIDYSGLDEDEDARAALPRAGAGAPAGPPAADPSPADEAGAARAPRPEASRREAKLRREA
ARREAAALEAAAAERADAAAAALLSELDAEAPRKGKKKAKKPKARPRGNSDATTSDSVAEADDAPAAAPLPPPPPPRPAV
VDDDDLLRCRRPPPVQVRRNPFEALATSASPGSVTSSPKGRQSPLSPRNARPRRRPSLRGVANPFAAAGSQGSPQPASPA
RRRSFRGSPELRRPRPKQSPPCHAPKQPEPTPPCHAPKQPEPTPPCYAPKQPEPPCYAPKQPEPTPPAPPPPPDTGLDDA
GVAALLDRLDLSRFRGTFADHEIDDASLALLTAEDLCSMGIPTGPRSRLLAALARRRPAAPPPRDERADASSPPISWHCP
IGLELMRDPVFTACGNTFERACIAEWLQHNDTSPVTGEPLPHKHLVTNQVMRSDIAEWLQRNA                 
>Aano_F0YBB2                                                                    
MGPRGGTKLGAKWQLDAALLSRPVDLTALVSLSQTSPDDFFHDDTLSRMVKLLLNAVDDTRSDKDTRLDVLTVLSNLAGA
VSEDDRLEQIKMALDGINEWFDEYMAREEARIAEGTTATEVEPELHKLMLLLLARLYGYKLKTEDLLELVRSDKILGLET
VVGLLEDGETYTTELHRKQAPSLGRMGQWEHKLVCHRHEKPLILQLCRLLRGFTLPQSYFGTASDGAEISEHDVNEFTNE
MNLLLDITIKSRLVEKLALACHECLFAPFDGNPDEGPRSPSEPSEASTSLVDDDHKSIACVHSFLQNMYFYATNRTLDYR
QHLLADTLLIPRLVLPYLDRSVQRASQLNARAEAYRKALELGDDDGDADRGADDDERRRLRARREAAARRDAGGVLECPP
LVAGISASLRTLVIASFRAPPTRFMLELLRRLNPTESLLRASAFVARHEYIFALLCLLNVNMGALDLAARGDADAGDDSG
DFDAGAKGDGGDYRRAVDAQRAVAAHALLHTLAKVHGAMSPDARQRVLQTVTSSGALPVSRDTPSFAAVMNVLLGGASDG
QRDYVLGSSASDDASAASESADDFRSARADAKAEAKDREAARDAKGLPSPTAADAKATKKPSLLGDLPSFDRPPARGGRP
EDDAPNASPVRLNLALPGANREKHATWMKPPPGGPRGSAKPDAEVPAEFACAINGHLLKEPARSPYGHVFEKSTITLWLE
TRGSVCPITGKELNVEDLEDDAALHTRLIKWHIGRMQQTMETSVADDQGRAPLLGETKRRAYLGGPALWSSDASVAPEGA
GDGSRRVAPEDGGLKRARDGRVAPDLLVDETSGRSEAPRRRTWGFRQFASARNRRVAPGADEVVDEDVRLRQLCDAWVER
LATHGRRNHWFERAWLVLDRLQGLGLVWEMAQAWPWPAIWLDWTRHIAWANLDVPATGKHGAGLGSTGELGRSVHGETDG
FLERFAAPMVLAAALCVACDVALRSARVRQRCGAADAASELRPYDADAPRSWTTARVWAAGVATRLSMVLYGPLGLVVAR
LFHCERGFNGPSARSAAWRAYASDGGNQRLAADPAVGCFSNELLAFRTLLAPVGALCLVAVPWLAMRRAVGACAYASPTD
HEKTLQRHEIEHVLGVDGGDAGALCDDRSYEVLGTIAADRAADRGATGRRDSDWDFAEVWLVAPYKRHAATREARMLLRK
LGLLCCYAWLRGEHRAQGVAVLAVEAYFGLPQVIRRPFRDARSNEACIILELAALTNAVYAMMTAWGLRSAVVMDKEQSI
ALIAVNGLAAVLVLGVFCAAYRGGDALPRAATAVDRARSAHGATCLVDWVTVSRQARAAAVKASAWRPRCLAPTHVLERR
MDDARRAWVEAKRRNCLLEGTVRESLDALVRAHQVCAETTMCVGGKWFAEDGDPFSRAASALKTRSEEKVLMKPRKRALL
LKLLALRYFQQARDRKKGSAAAGLAAYFRAPPRADGARTAAPRAAAGDAEAPEGDAEAPGGDAEAPKPRLVHQDTPAPGA
LGRTAGGDTCGDGPPPASPARADQVVPALNFSPSPRGDLGDVPEEGSYHEPDSSEEDLSPLVSPNAQTHGLLS       
>Ptri_XP_002185191                                                              
MANIKNLDKSGGIPDYEDLDLAFDDLLESENDPTIFRKPTPSSIENDGELTGSKQRKDSLPDESSHDYILGTLVVRVVAA
RDLEPASKHSLGKMIFGGAHHSRNKGSANPYASVRFGSTTQRTSEVFDTVNPIWPRSETMYMDVSHPRIPDHATQQPKSG
TVPSIVATTESSTQIYEQPGNPPQKPKASTSLATHSIFEKEQVESMLEMNEAKDLYKPSRPILTVAIFHANEIGTLKKYN
PSKGDSDDLFLGMVAIDLTPVLTGKTTIFDQWLPLTGTESTRTTVRIVCEYEASDTAPQSLDWVHFTRFCDPADFYPAHG
DRLYKVESCDGDNVTLSWTSSEGWVSSFVVHRNMLVCAARHQGPIEFYQDEIQSIAERLGHSPMVDTVQETLRTLPDEGL
VSVSVDIFRGGTSLLNRWLDQGVRTIIDDIKFATNIDGRHNPNFEDSLATDTLDEASDSISQAAFARHSVEKSEVESAMG
TNLQPLPNMPACPITGEPMIDPVVAADGHTYERFAIARWLHESDKSPLTGSILPHKSLVPNYMLVSSLQECAVISVEEDL
PVGNDDGPLVEVVRDV                                                                
>Ptri_XP_002180093                                                              
MSGFLPDLANWALRGGAGSGRNAEEGSSHEEESPPDNTGPVLTPEEVRAQRLARMDALQQAQRQEQAASVSRSTDGDALA



SREAQSSEGNNNNNNNNKLESSTGSATPQPMDTDETSSSPPISKPTDERNLSEAKEQTKKKAKNEPMDPEKKLQRNKEML
LHKILEITLKGSSMAKSNSASMALSMNASSSAVVVDIGDTAITAQTIAEILATRLSLPAIDPALNTVPPPKPLLVYLGLC
HRRASEELKTLRQSSKSPDTEIMDILEECQRQVVNYAASTLMEPDLFELGADGALQLAKCLLSSVTEHNTAITFGMNGAA
SSFYHLVCDELVQQDSSALFTAINSVVDYFSELLRKCESVVDGVEGADGSPMLIVSALASTCQHKKAAEAVSQSASFLLP
AAGTPEAAQIVRPPMPANMTGNSFLQMLAGEGNRPYMKRSGPGLEKETLLGLILRVGAPKNNTAFSPSSVLRQSLVSMEN
TNTTQRSASARSQVMQWFMDALDVNANASAMRPDPSKVSSSSLLLNMSVVLLKLCDPFVDDGKKQHLIDPGFVSSLEAHN
GVFATSGEHAVSRLGEMDDSRMIDSYSPKNSFIPQCFFLCARSLHFGIVPQLSYHESLLRHISHLHWQISNRNGDLQSDP
QFALMVSKQRSSEVALFEEEMVKDTLRFGNFVAKVLFDMDDDTLRTMPEDFVSDMCDIIMAIAKLKPKMLRNLEFRYVFK
LVVKLLSAKYASMVRNYNLRAMLGDVLYELFMPPETGDRRDVPASVSTDLLAGGQTFVLSDTAAQETLAPSLLLLYGEVE
HTGYYDKMSHRAKIASLIKYLWNSPEHRPAFRRITQDRASFIKFANGIINETNTLIATVMQKLPEIREAQEKMKNQQDWG
RLTEDEQSQVSSRLDDNEREVKYALPLCNKTLQMFGYLNTDGDIRELFLLEELCPRLVAMLLHVLTKLVGAKGLDLKVDN
PEQYDFRPKEMLRDLCAIFSLFASSSVFQVECAKAGCDPNLLRSAVKTTRKLNLLTGESMIAFESLPELVELASRTVLAD
EAFLADAPDEFLDEILSTFMKDPVVLPSGHFVDRSTITQHLLNDPIDPFNREPMTVEDIRPATELKARMDAWLAGKKGFA
P                                                                               
>Ptri_XP_002181044                                                              
MTTSTQEGTHSIGPNDPTTEVPEDFICPLTLSLMQDPVISKYGHSFERESILEYLGRGSDICPCTRQPLRMRDVITNHKL
RSKIRRWQIENEEDITVIMTPNTNTRIYGYISMPEKDHEETERTEDDEEFVSDNMRESLEPANRRRGAGSRSLLRGLFRS
RPARSPTTSI                                                                      
>Ptri_XP_002181042                                                              
MNDPVVDLCAHSFERSAIVDWIEEKGNACCPISRKALSVSDLVTNHVLAERIEKWQWRREMTRTEQWKQLDGQLAGTPSI
PRQNTPDSADEAENLRAGSMQDVELGRTSFGRGRGRFGTKQPYQPIPSRFMLLPQEIASLDRQRSKDEEAKMLRRKSWQK
LICISLTITTLLVFAGLAIAKGLLKAREDTELMDDEV                                           
>Ptri_XP_002180520                                                              
MSSSILYKFRSGTTFEALPLPGSAARVLDVKKAIVRQKKLDQGGALEFDLSLKDATTQQEYLDESEILPRGTRLIVQRLP
AAKGQGFLARMARNPYGTYDPRTANQTATSSTTPYGAPSSTTATSAVPANFYTIDGRTQDQDDEEFVRPDAAEQELAALR
AATDAARGTAGPSLGVARTSGGPAGRGPPPPAPTRVPRPNWNARPNADPELREQEKLGQPKKRATGIPRTFQAVQQQEEG
LGLQTNAIGFEELKNRGGGLSELSSQNNLDYVLKVTATSIPDYLQCAICGGVVRDAMILPWDTEGRTTCETCIRDALTQN
GFRDPLTGMEGVSPDDLIPNYALRKAADQFVKSVMEKMDEINKQQVEDDQPEVATDETIGGAVLEGESDEKGVLVSKKTT
LTKKTVEDDPFGGDDDFGGDVFAVEPAENVVKEEAPKEPVKEEPTETEVATKPVKREVEPKAEEERENLTVATVQPPNVK
VETQESPNEKPTDHSISHTTSPALEKSPSDRRESCRRRGPPVGYAMGPAGQSATATQARIDPRDASPRASRGRSGRHSGD
NLEDGSRSVPPQDDPNLLMHVLTPGIPSILYCSATPKMGAMDEAPNAVVLLRSIVTNTKNTTGMDVMIIIFELAGGVAPR
DGIKGMEAIAAGEVGGKIAGAVATVVEAVAEEEAAVEVDDTRYTS                                   
>Tpse_XP_002293920                                                              
MDNQELPSEQLVRLGTSGSNTAETGEKFYEDEALHASLSSDHARDYLGHDSYADLLENELLDEEDAHHHDALVDVSQDEV
DTDGEGDEYTNRSDTEAGDSIDEGDDDASSVHSLKSCDVSDSSSYSCDQFESNNALYNDSHIESYYDANRSTDDNSYCSD
GTNDSFLNDDGSVGFPPGHILRLDELDALQNSESSSDLLSSSKSINPSILPSYFFCPITQTIMRDPVITPDGVTYERRAI
LRYLVLYPENDPLGNPLKHEDLMDDVLVKQAIDKARKEAWVRYVMEFNDEDVDKIIVNELENVHELLEPEGDGESLQDRN
VSRERYSPIQQTLDQEGRRSQPPPLQRKTLHLNPKQNDDLLKSNFQGALPAKPTDDDKSHTTSHATDLSGNNIHGWNTPL
GVHKIVCSLPGLVVTTDIHRRSPAVKRKIIKKSLVVEEDNNRSSKKRGQKKKDRLKNDVVDLGDGIKVPMAQQQPHPESP
RSQGKQLLNQIHHTAAQAARVVSPKKLKKGSSKHQSKSVQKKWKKANRSFNTTVSVITRDLILLPGSHVEILETVVHGGR
VRGKIVWEEEVAMELDPELLLQMKRLEEEVRADEEENQFTVDEEKYYMSRTGASPFKVGGSSNKLSSIIKQPSFKDGKKG
KGKSGFLRRKSNDSAPSTPFTSELYSQQPHHSPVRKESLSSPPLTTIKYSGWISLQWAGTNNNHEREESIKRQRANVDLM
ADEGEGPWSEPLPLGVYCIQGEDTSGSRNANAGVAVKQLPLCDEPGNEHNITDILVARQSVEVVETRVVVMKKKLTGGRL
SNQKYFGMNAAAGVRGIRVVRARCMVPIVVPPRLQENFVPGSDRVAKVQRKFRGGWITVSEEDGNEEQTASGSKAATAHP
IPLGAYTVVSTSGCAVTEGASCESKLKSILPSGSCMEVVTTRIEFEENHQRIECSCGREGVHNAVAVRGLLASGGHVTLF
VLPISTSGTFDNLCACGQLVQRTNAKAFPSGMYRIIHPEGVYLTMGIAESQIITKLDINTFVNVVETGVEAGYVRGRVNV
SVGGSNGVEFLTGWINLFEPPAFSWAELLSKSEI                                              
>Tpse_XP_002293889                                                              
MATMNSPPLSVGIAPSPPPPIDDDASSTSSNSTFCPPFPNDEALDAYLAEIAPPRELVCPITQELVKDPVVAQDGHTYER
SSLLTWFSMGRTRSPVTNSLLSNTSIEGLVVNLAVGSMARMHREKLGRRLLKICEGVRVRDGRCGEGVRVRIEGLLDAGA
DVNGRGSGGNTPLHLLIQSGAIELANHLLNHEASVTLTNDAGFDCIASAEHHLQQRSKSNHEHQRWRDFIEDLKQRETLE
KARTEARERARTQANEEHRETQRTLAANALYDINADGTTGTTQRGLGRLEDGIGYFPSLAALQFQSAVPGPSPSLVVSNY
LGQSERIKTTPHPPTDPPQPTNIMMTSSAALLENLPAPYPATLLVSRAKARRLVDLCEMAEVQGSFAAAGASAVNIGGGC
DASAAIQSTADNADSSSAGEVSPYILVIEMALLMYLGEYVHARHLWRRCRRDDGVASFGSASAAAGDEEGKMEDDDMQQG
ENNSPINNSNYFAVEEMEYAQLEQLWNAARYCYLWSTGGIYSLNALTVTYSNEATTSTGSSSMQVDDSANNSSPPFSTLA
LKALQSCVASKMEPLTTYALELTEVFRFKVNEELHRTFGKIRFDEYCVRMNINGVGDKDKEEMMKKYGWVVVDGIYIMAD
GEWEVHYQDEVVGGRGRNDCGVVEQQCSVMSQAKHEDVMVHGLLSNEDRIIQLANAVMFMEQTKMNA             
>Tpse_XP_002291559                                                              
MPPFFDPNGDPVLSPYEVLNLPQNASDADIKKAYRTQMLQLHPDKLSPDLDPSAIASVTEKFHNVKDAYEFLVSPQYLTA
RRLYQAKMASRRAEYERREAFLRRANCAQSGVYTNRTRMSSYPMPPRGVGEKPGDGMRRNRDERDGERFNHARSRSEPDF
GNHRTHGGGGKRSNGVGQPRYYKSHSTLDRTKRAPATATARGGGGNTGKRAGYTSDGNYKTSRGRTTRGTTTRTSGAAVT
TRAERKNSNTNRATSRGRNDKSSSKEEARRRARSEPRRSSRNKSRDNGSGSSSGGGQSVGNDDCARFGERERENTYTKKP



SSNNNNTRSDRRSRDFDDEAVKRRSRAKSAPARCAYSKKNKDGKQSSSSKPTSCEKEYPKEFYCPLTKRVMKDPVMDPDG
NAYEREAIERWLRVQSSSPITNGYLSLEMLKPSKELKSKIHKVTGKPRSKSTSRASSRSKSRASSPSNENYVSGRVLVDS
YLREISSNSKLSVALDGMGICAFSYRKITFVIEVPITPNAGFMVYSSFDAQADQVKLSDKIAAWNKWLANIGWASRVSYV
KAGNKTVFTLKGNEKDMAKCDVFQKTLEYFVEMSLKLHNVLHPAEAKSSDNVCLTKAPVCVA                  
>Tpse_XP_002291530                                                              
MQYAKEIYMMSPSYITDIFRFYNMAAGVMLRIDKAQLTAMPEHIVTDFCAVLNYASEFTPKLLSGIDFADIFRLTVKLLS
REYAHLVRNYNLRAKLGDLIHDIFLPGTSDDRSDVPDSVACDPLAGGQPYLTSDKLAQETLAPSLLLLYGEVEHTGFYEK
NGHRTKIAKMLKYLWGSPEHKAAFKRITEDKESFRKFANGIVNEMNSQFASVMERLPAIRTVQLQMANPQEWAALSEEDR
ETITSRHEENERSIKQVLPLCNSVMKMLGFLNTDKDIRDMFLLPDMCPRLANMLLHVLTKLVGSRGLDLKVNNPETYNFR
PKEMLQDLCVVFSSFAAADEFQVECAKSGYYTPDLMNKSVKTCRKLGLLVGESMELFAELASKVEEASKIMTSDEDLYED
APDEFMDPLLSEFMNDPVLLPTSGNIVDRKTITQHLLNDSMDPFNRKELKLEDVVPAVELKAKMDAWLAAKRKARAKTS 
>Tpse_XP_002291381                                                              
MPMLLRKGSNGSCESSKSEGMNISSSFYCPLTGCPMKEPVQDREGHSYEQTAILRWLETNSTSPITRNRLRKTHLVPNRA
LKEAIEHEVMKKRENKVADCHNNNKILCPYPPISQPVPNISQPTNRNYEDIINKFLSDQHTYKLDFRGVAFFPMNKIQPI
INDERINMLMVIEAPPAKELYKLYTNFTGVDTKALSNGCLPKSNEYRVLNKLIERGKHQALTLTKVCDEKLRFCYEGKVT
EIASVEKFRGVVKVFVDVSVRMKKQLASVPPSSAARE                                           
>Tpse_XP_002289402                                                              
MSLFSSNGQPLLNPYELLGVNRPCTDDECNKAFKKLMLKLHPDKQPAGQTEEEAAAISLQFHNVMDAKSFLVEGEHLAAK
RAYDTKLDRLEKQQAALEAQQAAATSAATATTKSAEQAHQEHRKANRRASCSEDLNGSSQMKDDRRGSWDCSTTEEDSSS
EEDVGGVSKFRERQLKNRDYLNSFAKKAANDTSNKVHIKQTARHQRKGSNTEGSRRKQCSRDNSFAESCSSLFTDGKKTG
DPAKSSEQKHTHTQASKFSMDNARSSSERLAKPPPMHSREGSRSFPVSPQTNGKRVSSADFMSVQPPPLNATNDFSSDAT
VNLSSTQHAQAKKRISDSIDLLAQKFHCPLTHQIINDPMTDFEGNSYERVAILKYLETHTVSPVTGNPLYALNLTPNTSL
RERIRCTMQLKNSLDSLVGTEAAAAAAPEPKIAPPQPKTAKVTPPQPSSPSSSPRNSPHQQSRATKHKPMRESVDTFIKE
LNSSSPSVTMSRLDINGNSSFSYLGIKFKLEVPDGDTGFTIKTNFDHNKRAAGISIRLVEWNKAFQELGLSGKLTYRNVK
GKYTFMLAKGMKPEEFKGRVFRHCIEYFVEMSIKLHNILNVTDLKKVGKVRLSG                          
>Tpse_XP_002296680                                                              
MASTQQHNKEDNASLCSSPTADESSVATPISLDMNSYGSSSSSPSSSSNRSSPQSSRKEQLVFPPNYQSTNAIPSYFLCP
ISSSVMSDPVISPSGKTYERSTILRYLVLHEGRSPHGEYLELQDLVEDRIVKGAIEKVRKDAWVRYILDFEKKDSEGSGV
SGLNSEEGTEDGKKRDHSNKQAKCSKDDSSPVQGRPKFDKRYSEQITSESSSNVVPKKRVSSKRREEKIMTIPTNTEDGG
AGLSRSQVSAPPLSPTMTPTTSSSNIVKTVPPPPPKTSNGSRSANTSRTRALSNLSNASATSGITSTAPSTPGTPNTAKQ
LTLVPSTVPRVVPGSNISTCSNISFSTLQHNGWAVQLGVHKVVCSSPGLCVTGDVHRRSTTVKRRFVDINGKINTKDLVI
PPGSYVEVIETQVHGGRVRGRINWEEDESDLPSAKANKKKLSAKKRASRMLKRGRRNKKDEEDDGVKSVLFTGWISLQWA
EDEEDNDITTDTRSKQGISNMDHKITDEGEGPWTEPVPLGVYRINFGAGLPLRETTERDSLVLDKLERGRCVEVVETQVK
GDRVRARCIVPPMPGSDTGGRFQSGWISLLNAMTGASGAQPVPLGAYVAVAESGCAVTEGGRLDSKVKGSLAPGSCIEVV
ATRIEEGVVRGLIAAGGHVTLFVPSGRGGAATAGGKSQDGGKMFAMPVPLGTYQVIKNGLEVTTGISSLSPVSIKLKQEA
CAEIVETRVEDGRVRGRMSAVGYSGVSKEARGWINLFEPTCRWAKIVCFQGGRPIASR                      
>Tpse_XP_002296530                                                              
MEHPSISHSAGDSNLSATEEDRDASLVGEEQQMMIHQANDDDEEDDDEGDELLSEPDYGYLSNEADDINNNSSNAEDDMS
SSPNYDHLGLDCEEISASFNLKQQQQHHGHIPHDDEVATEQYDYLEEEYRMDNVGEEYILGTLMVRVLQARHLKSNPYNQ
GGGGGGITSLLSNHRRNRHQRTTMSPASGGNLTPSSSQQTIYGKLFFRGQHQTTSTTLDHSGSSGDVYWSRGDQSYFDVV
CPSYPLRMGKKIRQQQQQQQQGSSRVPSVDSLKDVSCCKGTTTQQQQPQQHAKQCSYPPILQLALYSKKGGVGQHKQHKE
KQTNPSTEDDYLLGKCSINVLRILTGKASYFDEWCTLHDDNLHNNNSGKDKRSNNGSEAGRVRIVIEYEPTDPPPRPGDT
CVFANMYSPLVEELYPIPSHSIRNAPRSVRSSTSMSSFGASTSCTTLSSASTFSTGPNASASSLVCQPKQFRVEEVVGDH
VVLSYQTPNEGWTITFEIHRYNLLCTHRHQAVVEKYKDLTLDLVDNISQSPMVEIIAKKVETLPEEGLVYVGAEAVGGGV
ALLGRWWETGVGGAMEDILDLTNLDGRYSHLSDDDEEEEDEEGDGNSGAQKGSSVALQSDAASFSATSLQEEKEALPGMP
CCPITGLPMIDPVVAADGHTYERNAIHRWLQTSNRSPLTGAELAHLDLVPNYLLLSSLGGGSKEKAADA           
>Tpse_XP_002293372                                                              
MAPSSALALVTSTPKRAPPLLIPTAPVHRPTEMSTLPLLSPFQITRPQTSQLVQCFINEQFASDTVVAIQEKEGRIHGDL
QKARSESGEDDTAASKDNSTIIKGSNKKSAKKSHKNTKATNSQYIKDLEGQLLTLAEALATARANLDHFSNFSRGVLQGE
YNKIALTINDDSPRYIELEQTMNFLFDNDNRLTYFREMIPIVKKVGAKQSGTVIVSLPYLIKFQCKDAHSPIVTSLIEEM
YQLYLTEELRFRLKDQISADGSKLRLLRQAEEALGQRTDASTELIRKHYRKKSIKLHPDRNGESFRPVFEEFTDARDVLS
DVKLRQRYLREMLQVIGLAPIEKSQESWVAKHRPDKAMSDVKRRDDANKKDGPPQLEGGLFYQMLKGPMIQQHQDGKKST
VVSVSVHVPHPIYEFYSKSQTIELKRGDIAKGIPVTEQGASLRSSLCVGERVLSQGIWDVAWFAKLDSVGTDPLNPENAT
DESTTTRHSVSVAVHVTDQVHENNVQQFEWAEHQCKLVRAELQNVLQKARSQLSGDRYGHCHQLVVRAGKKHRYLKLTMN
QIGKTSDVYHSLESLLDSSRIVLATLEDAHKRREKKGEGKRFKAYIASILESEDPVSWMNTVMEGELKRHGGDLNRLYQL
FFEGKGRVVLLIDSEMYGAASLREDIFSTKQCKDLASKAIDVAAQEKLEEELEREAEAKQVKEEEARKKAERDAEIRNNW
SMVGNTVVIRKLTSEKGKMLNESSGRVMNYSVDKDRFEVQCIESKERVFLKKDNLSVKYFGTLPISLPPNSNSDPKQPQA
VQPKAKSQEPLAPAAWNCDRCTFENDEASAECSMCSSARRKKTTPVQGPKKPKADYDKDTVESSSSASNDGNADKITTVK
KTIYVVSALSKMLTGKKGRKKNQLVEKSGASIQITTIANNKHVPVHLSGNQTAVAKAISSIEEAIGAENVCGKMPKPQQS
PVPSPAPIVEALEDVLIAEQKQHNPMTEHGNAVEARAPPCLPPQLPSEIGIRNVTISSGADGSVSSINDRSHASRTISQQ
NFSLPENDSLLTCLREQQACIKGSAEEFFMWLVKSEDIDTIAALKEAVSDEDYLAESMKNGNGVCGVKGFKRKAFQRAVM
DYREIGATTPIVSGPYDDLSSVAVSNGASVIRGMESTAFLPSFLFHDDDDASLKPISDHGDDIPDELMCPITTELLEDPV



LAADGITYERSAIEDWFCTQMAIIRIAEEQLRVNPGLRRELDIVRRGITSPMRGITLPNLQLTPNTNLKIMTRAHKEKMN
SISPNTSRFTFGQSNGY                                                               
>Pinf_XP_002908415                                                              
MASCSVAPPSGSSTSSTSSTSSALIVQPTAGVLSVDVLGARNLPPAVLGSLLKWTPSYSNPYVVLSLDRGRFVSSVKHRD
LNPSWKETGRLNVPLPSETEVLQTVGIPGGRTADAGDKISGKGKAKGGKLVTKKVGAAAAATDAAMGYRQYFPCAPELYV
QVFHRADESKDAAPASNSSSISNVSALGPDDKLIGAVVVPLLPCLMSSASSSRGWYQLTDEESQSAGQLQLALNFDVSAA
SSELEPQKGDIIRLTGFGGLEYYSKILPPGARLEVLDNFQDQVFAQTRSLEGWPLSFELHRNLVHVERRPSLLNDASEQL
HNQVTRVRQFRVVTGAQRVWRALPDTPRVQFENSAAFVAFFGAQAYSTMMRSVRELLRSGVSSGVQTFVASSKDAYGQVR
HEFVRVYWSAPRRLTNGNIDGGYDDDLIDCGPRTNRGHIVRAFTAADRLSVDYEDAEEEMMMHWDTYEDSEDYEGEDEGE
AAVPEQLICPITGCPMLDPVVAADGHSYEREAIMQWFTSSDISPMTGMHMPTTQVFPNFTLRQLSEEVQAAAGRRQQAKR
RRRRQNATLGQVIEETSQVENDLEDKAASSEGSQE                                             
>Pinf_XP_002903550                                                              
MFVCARAQGGSEDVHALPDSLNASLSTSQRASRDSSLSVAIDDASSYLQLLGALTRFVAQLLDVHTLSPSLRFSAGESVA
VDAAEWWKEVQRQSIALSQRQKIAQEAHRDTEEPTARRLWLLSPRTREKSPVRESRVINNNLWAGEAFKDLPEHVPKANF
FMQALYLIMRALERATRRQQGRIEEDSVLGETLVDALASVDAALAFAAAELLQLWAPVSHKRVVDSAEKLSKLMNVAVVN
ALLQPRNVGTKHTFHGHILLPSMPLRAFLGAKQWACSVCERISQTTGSDAPCVYRCAACNFNLCRECFTRIPNVTNPPAS
SPLEELTKLTSDRFFSLVVPQLKHETGKVVVRQITQELRRRVLELYPHNFQGAAEFAQLFLRLAASDKSAAIALVTSPPA
SVPSSGRATCSWFPLFMRTWTMSLSTLLGPFLRASTMLDETHDLDAAVRAANHGSVVADCLRAQWTSGYAELRETLQNIM
QTLLAEGQDPIVVDATLCWLALALMTADPRRRLNYDAHERLDGFLVNVTTMLLAHALPLLDKAQHDPSRIDASYHQSVEP
VRVYASKDFPEVPLHYSRSQDTHNENAAGVETCEIKARDEDAIAAYNKRRQQEHEEGERAVPSTYYPRLSCHEGVVCDQC
EFPNLHGVRYKCAFCGDMDLCSDCFEIFRSHQAAPDSESESESILHSPDHVFLRIESPIPVFALKHFQSLPVECLTSKHK
GESCSVLDEGFEGSRIHCADCGDALGASGQPDEVFYKCANCLSSRVVCAACLAREERLSEGNPNDMHAPGHVYFVITDPW
RRHLSVPWDYVLGKLHFRRLLHPPALIPRRRFPRDTEMFYITLKYLHFGPLATLSRWLGMTKELRELQAFCACDEERFEL
ERHQRSSRNGSQRQTLKPSVHYKASKSRLEDIRVKCVKVELHLLASANVAGWLIFYARTCRWLLYSASAAPETGKAPQDP
FSEPISHFSSMFSGFPEHFFFDLCDVVHLLGLERLEYRDLVSELKRTRPPCEAVDEVTEVVEPLLVMLTQIVVAPKFTKN
PHLRIEALRSLTTLVTFVSKGQQVHHRPGYQRIESLFKSHRLLSQCLTPGLLQFHADMDRYNASNNGLAFTSAVSSGDHM
LWGFLPTRLSVTMLLRYLWQVPSARQSLLHMLSTSETRHTSVSAEPSTDSTQQLTELVSGLWSDIAKLFDEANNKITTLR
QIHDLLEDSLDGSVVVLPFRRDMLDGYVAINAKHLRLTMRLLLEALESTSWFASIVSGERSFRSRSLSAPAAALRHVLLQ
PLVVEQAARTLSFLVASLASAHEENEWKFSLPLVDDGRLLLAHLIVLVVRYAGHSAVKSGASSGACSPSSFWKMIRSGGD
IMAKRVGDLDTHVRWGFNALCTRMESESYLGTSLDDDVEDIRVETQAGHELDEDEALALLEKQAVSSTVSVVDTAAKKRL
SKRFIATLAKDGRFDFRLFVGGCRFLRPQRGSSDNSDEREDVDEGYLYLDDAWVQQFVRAMQEADEMIHVQEAMEACLGD
IPDQYLDPLLSTLMTDPVRLPSGNIVDRAVIARHLLASSQQGGSTGRDPFTREPLTMAMVEPCDALRSEIQMYLRTKMRH
FRQTAREDVLATWGLGWDVLFDSSSETEADAEDGVDGNNATLRSQ                                   
>Pinf_XP_002902618                                                              
MSIHFKFKSAKEFDTVTFPGAVIRVLDLKKAIVDKKKLAKGLDFDLVITDAQNGKVYDDENTQLPRNTSVTVKRIPSQQP
GSGLLARMKQEAAVAAAAAAAAAIHASPPVAPMAGPSPVLPVGATPTQPYMRAAGAQTMEDELAALQSIHEQAEDMRGSR
LGNKTWTASSGSNANHVMNYYAANGPGGEAGGRGGGAGGRGFGRGGRGGDFGGRGGMMNGRGGGRGAGSGAPGGPNLLGN
PPPNYVCYRCGTPGHYIQNCPTNGDPEFDQHRVKKKTGIPKSFMKAVSDPSEIPVGAGKTVVNAPWGGLAVIEPQNKNFS
KLMARSGGSATLDQFISNPPEHLACPLCRRLMSDAVLIPCCQESACDECLRSALIERKLTCPLCNVSNMSPEKLLPNKVL
RTSVDEFLRRARTEQQEREQLVKEAEEKALAKQKAAELAASSATRRSGDSADATLEIKKGKKGDGEEEEEDEFGGDIFGD
GDENEEASSPQKTATPADASSNGGQAAENAEKTSPSLGPEGTSSGNGQGPPGHQMPWGPDGPRGPPMGFNGPPGPWFDGP
PRGQPGPWFDGPPGPWFDGPFPGPGGRGKGGRGGRGRGGRGMPPPGYFGGPGPDHFGPPPGHPDYFGPPSPWFDGPMPFG
GRGGGGDRWFEGERGARGRDDDRRRDRSSSRDRDRSRARDRSSGRDGKGERDRRDGKDKDSRGSRSDRDRERSKRSRSRS
RSHKPAHARSRSRSNSRSRRDKKTREHTSSSRASSSRRSRSTSRGRHHREHKKKARRRREETRKHR              
>Pinf_XP_002907750                                                              
MSGWVSAWLQGKSEGDEESKADGFQAGGNTLSDGAAPATADEIRRKRLQKLQEQQLAGQQAVSSNESTANPKDDVIMSNP
DASSPQADKKQRIHALTAETYINDMLQRVLHVTLSPANSSAELLLLPQFLAQEEAQDVLLLSAANVSEVLYSRVIMNPAD
LPGGTHHPLAAVAYLEQVFYRCRDETQKLQSTFLRLPADKKQEAQESLNSIREMCLNYSATALTDPEIFPFEAGTINTDA
LEKIVRLQANPQTPEFVDGIVAVVEETGATLPIFAPIFQKLLSELFLIAPPSLMSSFYNNMYILTVLCRNKALATVFTQI
PGFLLTPGPPMTGRRLQDATALGILLRFSCNQDPAIAQMFTNITKRTKNDVDNSILTIRNKLDSVQTAVADIITLLLKAG
GSAREQVLAWLEQAMQVNAERAKENPDANITSTNGMFVNLTVVLLKLCGPFLAPNSKKAQLIKTAYLTTQNPLFPFDETR
LVGSGAENAAPQLDDRQALSSSDFNFITRCYFITARAMHLGPVGMMGQYMRLLRQLSYFQSRMNAPDADPRLKAHFDQMA
TAKMVMDAELLHPDLLHEMIRFSLLTCGVVSSICTGSTAFDQSSLDLPLPAPDTETNALLKYIPEHLVDDLSSVLKFIAR
LQPKALAAFELKKLLRMILVFLSSPGYVHSPHLRAKMSEVLFHIFLPSEESEERETAGTAFGVELLRTDALAQRHLAPCL
LALYGDVEHTGFYEKLEHRYNIACLLKYLWKLEGHKPAFLRISEDRENFVKFAHGLMNHINSLVTDALIALPEIKVLQEE
MQDVARWMALDESVREQKQSLLSDKERTVTSSLQLANETIHMMSYLTSEIQEPFVKMPELEDRLVGMLNSVIVKLTGPRG
VELKVNNPEQYKFRPKVMLKEIVETLLHFAQYPSFLEAVATNGFYDGPVFRKCAHIVARTQLLEPSDIPKFETFVVEVEK
AAEGAANLEETLGEIPEEFLDPLVFTLMKDPVLLPSGYTMDRSCITQHLMNDQSDPFTRVPLTVDQLQPNTDLKTKIEQW
VQEQQQKHAAK                                                                     
>Pinf_XP_002905837                                                              
MQGGTPHDDTAARLASNVEPLLAETRAHLLHKEPDRARASFLRLPELESRRKAYLEATLRDFYAAGLFDIPVLLTFLEAL
PSWHWTLDGCAVLHNVSSALRAPSSGAGGGGNALRALEVRQRKFPQLPLAFFLLKLMSHLEGSARVRAESYWYAWVSPTL



RAVASGQPLELTILSRTGRSEYQQGDASKEELLYAPGNAGTFDNDRRNALCWVGEESDNDMATWPDDKDRTKAQWRLIPS
DVHTDTFLLQSVRFEEYLYAADYAKFKKDTRGKSRSRVFTWRKQGEAAGPAGKWQLVSLSVEERDVCALYNPYQREFLYS
PTADLMDSKRRHVLTRAAPEGAREASATEGGAMWCAWRIAPAQQSSMERGVEAFFAKKYPVAVEQLTQALADLPDNTEHV
KCFAYRMTANLRLRRFDLVAPDFQAIQTLGGDKAAIFHGLAHLWEENASYLAAMASSSPELQIQAMEISTSPENPFFMRH
QVSKGDDYFVRRDFQAAIVCYQEAATCASSDTSVEDRETTRQRVRAYVSCAKCFFALDESANAWQYLSIAHDITDVSVEG
EAAILLWKGKCRRAQKSYDEALELLEKAFDRATAASAASVAGAPMSAAVLKRSILMEMKVVGLLRQGVYDTLLATGESGV
AAQGKSTTEDKEPVTGGDAEKTLTQMMEMFHCPLSLELMDDPVTTPDGNTYERSMIEQHLEVNGCFDPLTRAPLTKSQLH
PNRALKQLMETLLSDHRLGLLLASCST                                                     
>Pinf_XP_002896418                                                              
MATTDRGEQLKLQGNQCFQKGKFRAAIDMYTEAIVMAPGRSTYYSNRALCHSKLDKWENCRNDCEVALKLDALNAKASYM
LGTSHMHLLAFDAAVEALQTALNSAEKTKKPKAFRVDITAELQRVKKRQWLHTQKQRVARHEKVKIQLQKLFGASHTAQL
LATQAIATSDKTRRSGAEEADALMAYVEHMAAWFEKDMYPGEVPDYFMCPISMEIMHDPVTTPNGVSYERQCLEDHLRHN
GAIDPLTRKRLTLEMLRPNTCLKAAIQDYLEKNSWAFEY                                         
>Tgon_XP_002371443                                                              
MQDSPQSSAAACGAAATIGPAKEDHFLQLVLRLTVDATTASTPHCQLYYLKRYAEELTREGKPLKLARADLETILIKRIQ
DAAKEGTPNVFRFLADCFHRANDEVYSKGLPAALRPGVVQELQRQLVDYSVLLLSCPELFELGDPPPYAMLGEQLTQFVE
MGCPLSFFARMVDTLVQQGTETGEDFLGRWFTPTIKSLSERLNLHSMTEYKSAPLNALKFLSSQKAVARLMADPAILLPE
FPRRFPVTKPGLFYQENSLLGRLLAQTLLDGPTLKNGRQESLSMKYFAGNQALTTQYLQATVQTLRHDEQNHQEVFLQIV
KNLCRGGSDCRHRVVQWYGQILGSNELRAKMSHMLRMTQQQAAESLDPMHSMLLKVQGQTSYGFTLNAFWSLLGLAEPIK
MDKLSDLCYFFCLRGDAVAREVLGDLAKDAKLGNEASVSAAEKFCNAKGVLKAETKFPSEVFWLALKAVRVLFNPCMAEF
TRILQKFQSVHDQGASPTSPEYRFLVAEILSWRTVILHPKFCSLYWHLVHLGLSWLLRAVYCFNLDGSCRLDEETLSVKP
PRLATLVMQSCPPPLQVERQRAARANASGSQSPNHAANASQDVTTPPQFAALPSALVEDLFSSIRRMLELQSVYLSVRSS
QGFEQPPIAAMDAELVASACIAVMTASDFFRNVHLRCDGACKTLYFMFLTEGVRDRLESIPVVQEHLVRALTEVFIASER
GSYYDRITFRIPIVDLFQKLLVVDNYKEALHRLGSSSPEKFIHMIHLLLNDVSTLVDQAMSALTEIRKRQHEGRDHDEPP
QPSATTEGAAAEAAAAAAGASPSRSSSSGTEDEEDEEEDDAGASLEGNAQLRRETWSRLEATTRDLCSLGFNACSLFSLY
AKECGAYIIRSSSILPQAVTTLDCCLDHLVGPRCLQLKVNNMESYNFQPKKWLMKVLESYVYLLQADPEGGDSLVAEILK
DGRYFQKETVNKAYRIAKREGLMNLKLLEKFQELVKRLSEGKEEDFEIDLDAFPAEYLDPIMADVMTDPVKLPTSNNIMD
RKHIERHLMSDPSDPFNRMPLTKDELIPLPELRKEIMDFIATQQKAKAT                               
>Pfal_Q8IC12_Q8IC12                                                             
MENKDNKRRGFLKNWNINYLSTNFNNLIKHNENTHNTKHDQKNEHVDDNKTNKIYDINENIKFIKEKEIMRENNKIDVNN
NININLSSSLSNKGYYDSINHNVKDCINVMNDSNTTTTTTTTTTTTNNNNNNNNNNNNNNKPTSYLDFCEAWSKFKFRNL
ASHANDQINKDKQSYNHGESQGNIQNIGLGNKNSCDNKGLLNCNMAHNNSNINYLNNHNNINNCINRDNNNIDHNKRNNY
HNNNNNNKNNCSSNNSSNNNSSSNNNNNNGNNSDNHNNDNGNHFNRHNNFNNNHMNNYNGHNNNNNDDDDNGDHSDNNNE
KNNKFYKNNDGSSVSSSSSVSSSSSFISNDSYAAKNPKTNNEQCKRKKKKKKEREKENNNNPPDMDTYNSNISVMNNMNS
MNNMNNNMESNMRTDVNVHHNNMNRRNSFNNSSNLQHTYNNNYNQYDHKNSNDSYTRNERRNSLNNYNFRKPSLNPNNEF
YNNNDYSSDLINSHPINYSNVPESNYNMNHPIHHMNSASHGMSNNTSHGMSNNTSHGMSNNTSHGMSNNTSHGMSNNTSH
GMSNNTSHGMSNNTSHSMNNTSHSMNNTSHSMNNPSHHINHSSHNVMNKNCGNKRNYTSNNSGDYNESVKSNNYYNHAGN
NTNYYNSNKNSISSENLNKQIKKGAEGGDADNVRYSIDKTEEVEKKNPNMINIEMLNPEDRKKEAEKYKVLGNQSYKLGY
FESAIDYYTKAIQYDNTNHVYYTNRALCYKKQKLWKLANMDARQALNLEEESVKAHFILGLTLLHLNSLEEGLKKLTKAK
TLSSYLKDSNESEINRYIMQAKKLIYLRDEQNKQLSYTELQSFFIDKINLLNQIGYITNEEKSLRIQQTEGIFKELLDSF
QKKQVPDYLCCKISMCLMNEPVITPSGMTYDKIFLYEHVKHNGSFDPVSREQFSIREVIPNYAIKEATEHFLKANPWAFE
E                                                                               
>Pfal_C0H4Y0_C0H4Y0                                                             
MVDKIKEDAIIQNTFQICLKKEECNNNKLYLESYVKELKENNEELYFLLDNLYFILLHKISDLHRQKKNCLSYLCSCASR
LVDKSLYKGINMNNKESDIIINEISDQIVNSVIIYLENLDIYPNMKISKKERMEVFYEFLKKSCTSRFLKKLLSFIEEND
KNEDDENSKQLNKFFNPIIDLILSNLNNRNLVYPKNDVAVLFSFLTGFKPIADLITHNKSMFLYINVNDRMKDNMNCDIK
KESDKNLLSTCKSMPVNTTDSSTNNITTNRSNNSNGNNDVPQEGPTTTNSNNNNANNNLSNNNLSSNNLSNNNLSSNSII
RRSVPYAHFHSTIIQNSYSRFSRDKEISTCGYNFQLNSLLGRLISPTIINMPNILKKEEIAMYKYFFNSNTNSLNKMTLN
GLKNTYTLLRKDTDWILENCVEIIKNLLKSSSDSKKIILLWINCILISNEKKTKIMYHYSTYPQSLDTSYGLFLKLLGEN
SYGFCLNMFWVLLCLCEPITVNKINDLDFFFFLRNDPFSKFLLKNITNQSSFEDKSNVEKIKKNVERSECFQKEPKFITC
IFWMTFKSLSVFFKPAVDEFIKIVQEAGNAKDKDFYYMNIHAWKIFLYNTRFNQLLFKFLHLCMNYFLHVAYVYDINGNI
NNSMKTCLNEHNNSLVHLVLKCCPPPNEKYYNNTKEGTTEGTNIVSHMRENEKVERNEPIGENKRIENNDGVVENNQMNE
SGRNGSLDEDLNRDEREGINISNESNNRVSLGINNNEENTPMVISPLDGSDDRLYASPHFSIIPTFFLSDIFEILYLLYE
LDLFKSPNNETLMNYLDIDLFLAFSIFTMLSENHIKSIHLRCESAPKTFSFLYKLDNLKKVIEESELTKKYIIKSLTNVF
IASQKGEYTERMQTRVRIVENFNSFFLNKTYVNQFTQLVINNNNLFVHLIHLLLNDVSFLVEEVVSYLSEIKRREENNKK
KKDSQQENEQEANSNSYLNATTRNNRTSNGSSNSVANLNYSSLNNNNNNNNNNNNNNNNNNNNNSNNFNDSSFNSDNNSD
DGEEGGMDYDLSNESMRNLAAKTKMIITYCYKSCIFLNLLCKNYPNNILTSNTILSQIVTCLNCYFDYLVGPKCLNIKVK
NMEQYNFRPQLWLTSIVESYLFLLNSDKEHEELLIREIANEGRYYKAEIFNKAYYICKREGLLHKEELNKFKNFCQEIVD
MKDEVELFNDVDDIPDNFLDPILQDIMLDPVLLPTSGIIIDRKNIERHLMSEPNDPFNRAPLSKEQLVPMPQLKEEIQNY
INKLRQEKKKKKKKIDNIDFDVENEEFPNFHQEQNGEVQKNETSNM                                  
>Ptet_A0CUK1_A0CUK1                                                             
MNKPQQHEKGQNQNGKAWLYALGGLAIGVVGTIFGMKAMNNEQSQTNSQSKSNPEPSQITSDGEQFLETLCCPITGELIV



DAAQLSTCGHTFEKFVLLEWLKKSKNCPQCRKPASEQDIIKNYALQQVIDQHRTKQQ                       
>Ptet_A0C4I9_A0C4I9                                                             
MGNTTSNHPQITEVLTEYHFQHKNCLITSHSSQRKILKAASKRNEMPHKSNRRFAPNIVKSLEFKSEGNQYIQMKQYKKA
IESYTKAINLYDNDSIYFSNRSVANKLLNRFQEAKQDAQQAIKIDQQNSRAHFLYGTVILIEVQMFPDINEALIRQAQLG
IEELEKASVQVKQNKNEQKNKLKVLINQNLAKGKRMVFLIRQEIDKRNIQSLKQTLNDISHRQHHNLDWNQIEQIIHKKM
EIILPECFVCPITYEIMDEPTLLNSGLTYDKNSIQQQFKLNGYLDPMTRENIDPLGLIQNIQLQQGIQEIQQQYGWVGIE
NEKDYKAIKFE                                                                     
>Ptet_A0EI56_A0EI56                                                             
MNDKRIKICEFSDTCQVQNCKNLHSSDQGFFYKVQLEKAKHQIKCKKNCKHFNTCLDVHENERLFIQCQKNCDDSDCIFA
HETNIRQNEESLKNANLYKEQGNELYKKGEYENAISAFDEAIKHNNQMSVLYSNKALCYKKLKNWNQVKELSVQALKIDE
NNYRAHYLDAISTVELIKQKPTSSIIDVLRNQLQTLQLSRLYSYIIVEIQAIDRQLHSLMNLSNEKNKVEILIEHFKKSE
EGLNLLKYVENSKLPQEQKENLVQFLWSKILREQTILKPLGHEEDMPEHLTCPITFESFSDPVLTDSGQTYERLAIENHT
KKNGYFDPCTRKPLKHQYISNLQILWAVQFLKKKKKLHLQFIEAIQFE                                
>Ptet_A0CFD2_A0CFD2                                                             
MQTTTKAQQFKVKGNEAFQSKNYLEAIQFYSQAIAEDNTESIFFSNRSNCYYQLRRYQEACNDATEALELDEKNIKAHMI
AGQSICMLAKERQESSKIDTGIQRILKARTLCAGQKKSEYEKEIDEKIHKAKKLKWFIQQEEEKIKNQEIVQQLQDLVKS
DVKLTQQEKQITLAQIDKYITNEKPKLEIPEYLQCHISKKLLIDPYTTEVGYSYEKALLFSKLHLNQDPYTKYMSHQISK
PINPQIIYPNINLKQAASEFLAQNPWAYDYNPDQNYKDIEI                                       
>Ptet_A0DHJ7_A0DHJ7                                                             
MFADPNEISFLEECCKFTLDPSKADKLIFLPDTFKQYIQGRTNIVISQNQDILEACILERLKYPQTNPFVLLVQIKQNIE
YLKGKPWYSTHEIGNLIGAFTIMVQNYLMTILQYPDQFSPQRKISDRELEQTQDLQKLIARLFDIFETIGFDSEIHSQFI
QVVGESFGENKLHIQIIQYSRNCISKFHVYNDQLNLYFGLFQHYLKEPSTRDLIFHDQIAKWNVNTDRGDILEKEFILGP
LFTISLLQDNRYVRERAHQSLKVKMTKRQFELLLKQYQQTNQNHVENLVSLIKLCLSRNTFQQTIQFFNHVCFCNKFKTK
EGYQQNRMMNLKQNVSSDGFLLNIYDTLLLLSNKISGRTDDTYTKIDKQFWYTIPFEKEQMLLSSSIPLSKQNIQIGNVS
YLFFYTLKFVQIGIIPVIQRMKDLLKLMQEKKDLLELMKDHPQEGLLKDEIEALDEEVHQLELVIFNPSRIKDTVQLFDT
FIFLFKSWLNLNKMVDGQTQWQQPDILNYIPEFLINDIIDYVDFYMQNFEGFTENYFNHQKFIALAELGMYFIHLPIATN
KYLAGKFIEVILFFTKVTKKSLNLSYIFVQNELIRDNLLLGLMTQYSAVGETGANNQFYAKFQYRFYINDILFQLMLLQI
YQTQLKKYVKCELGQRLIKLMISDMNYGFEEIWTNYLETYKKKQLDVPNTFEQKYNKKRELDLIKSQIQSNLQNMKSNLK
LLVEFSNHIPKDLMNEFFQEMILKMINYYLDNFLNERSKEKLDSLKKIAEKDFKLAVFLQQIGIFFTNICDEKKVVSILV
KDDRSYHIENFQKLEQIFRNNIAGQQDKVEKLSRFIQSLQLKEEKKKFLESILETTQIPETFQDPISGELMRDPVMLPQS
KEIMDRKVIVTALLEKKQDPFTNTPLDAKDLIPQPQLKKEIEIWLVQIKKKRDIKVQEAQKSKIQTEIQFQQTQSFKLQE
EEDDLNVFKGNRYEDD                                                                
>Ptet_A0DLL3_A0DLL3                                                             
MGQAQPAQMNSQQEEQSNAKLTQYPAQKNEKNVESQELNSNQPNQYQFTQNLNSHQNDKADLQNIDEEIQSAQDIENIWL
TRTFGIFTNTQQIYGKEVDFIPKNQILTVDFLIEQVYYQFLTSSQFTEQEKLDFLIKSLSSLSNSQVTNEIVNLAEGKIK
KERYFDLLNHIQGQLLTCTLYPDAFEWQNIDEDPNVFEDAKNFRANIIFNEIFCSNNFGISQNTLINLLDYLETQASEDD
SFKFLELMLKRELKLYTRLAFDDIRLQQHSLALLHILAQYKKLMEKLLSNSWAYCNFDLINTGINFQQRSLVGILLSLSS
FPTDGHLWKSHFSDDRKQMMEQMSSLRTRMFTIIDDLCMLFEKILNSNEILRYKFFEFLSNIIKLNLNLEKQLNIQLQKL
SSSPGLVNHLFYILTYLFNKFADSQTTINLFIKKIDLNLLSYCKKHPLFQPLYQNVDLLASELTPFVEPKEFKTIIDPMT
ALYLLTQRLSHIVATCLQQFYISTIMREMKDLPQEAFQTQVFDILLKRKISFDLQILHPKGIKYITQFLSFANQLALSLI
DTDLKPIYPYGLLSATFLIDTQTFVSIYAYNDEIINYVIELQKCCEFAAISMNKKLLPNPHLRIRSINIFQIIDETKGSF
LQKYTRQNWRQSQELNILFDSKFLRTCLVDGLIQSFIDTEKVAEGNQYFQKLNIRVKICLIIRYLLQVHKSLYQESLFHG
FKNDQEQQLHFSNYFLNDFIYVIEECLLSLKNIKKLQVEQQSFFQNHQLHKLQKELTIKSQFFYEYLRSLEVITSIQPEI
FLIDEIREKLAIHLNYILEQINGKSSEDIAQNIDVQNFDKMFVVEILINVYTNLRKNQQFILEVVKDERSFSVELFKKTQ
NETKQYINYEKYSLQFEEFINQVEELSQKQKVLFQNQEDIPEEFLDPLCFSFMNDPVKLPHSNVIVDRLTIKKHLLNNSI
DPFDRSPLTLDMVIEQKELKQKIDEYIAKNLEKLINKQTLNQEQK                                   
>Ptet_A0E1N5_A0E1N5                                                             
MGNCCDTPLKQNPPKIESLPQVTQSLSETEIKEQSQKYKEEGNQYMQQKLFKEAIIAYTQAINLYNKESIYYSNRAVAYR
TIEDYVNVKKDALQALQLDNKNVRAYFILGTVHLILGQQDKCLIQAQEGVNFLIQAQKHIDLKPQLKESINYNYSQGLIL
KAKLEKSENYKEFLNLKEKLTKFYGKIINLNKLSYPGTKEHYVPNSVEYYTCVITQEAMCEPVLLSSGHTYEKCSINECI
RVNGPYDPATRQVIWGNQIPNIQLKSAIVDYQNNTLEFQ                                         
>Ptet_A0BR25_A0BR25                                                             
MGQSQSAQQQQQQQREQPSQPQLSSEERALKYWASKQKEAEKNIQSNVNEEESMNQKETSSQQQVQQQQHQYQKVNEIEE
KEELINHDQSSSQQFIKQEIIQQQVQDEQIEQYFENQVKEPQNEMIQLTPEEVEHVWLSKIFKIDSNNQVMNDRMVDFIP
KDKRITVQYLIDELCYSFLTCAQFKEQEKFEYIMEVLTNITDVSISDHSDQVNLVWAGNIEKTKYFEILNYVQGQLITCI
LYPEGLEWEKFDEDSNRMDDKRNLRATNFYDRIFNSNQLLFCQQVVSNLLEYLNSKVSADDVQKFMDLMFKRELELNANW
TLDSLDQPQKTLKLLLIIAEYPNVIEVILLNSWAFGKFKLIQIGKQFQNYSIIGKILSGSCFYTDSMIVNKFTGDYSSMT
ILRDRYRTRIFNLNDDVCNLFTRILKHKSNVLKMNFYNFISTIITLNLNLEKQFNQGLQQQCSSPGMVFNLHYVLLKMFN
PWIDTQDKINSRIKNIQTQMIIVLKEHPLFSTLYQNIDLLAPDLTPLQELQELETRMDPMTIMFLLSQRINHIVATNIDQ
FYYNRVLSKLRDIAQQYGQESPQFRDILKLKMSFDAQILHPKTITNTMQFLSFSSQLALSMVDENDKPKYPYGLLPSSFV
YDTHSFFVVYNYNDEILKHSNELGKCCEFAIFAMNTRNMTNPHLRIKGIELFHIFDQGRMNRRGIVQPQSYDFIFRYNEI
IEKHMIGGILKVFIDCERTGEGNQFYEKFNFRYQFCKLIRFLLEKHRDRYNSLLTQTVEKEKEMFLAFANYYLNDMIFLL



DECLTRMKRMKNLESNQQEFMDNKQEYLKIQQELKTYTIFLQEYYKNIQVFSEVQPEAFLTDEIRDKLANNLNYTLEQLN
GKQAIQYKIQSLESVNFDPKLIMGNVIELYINFSQNEKFLMQVVKDDRCFSIELFQVTINLLDKHHIIPYERIQQFRDLI
FKLQEYEEKQKIINQLPDDVPDEFLDPLCYSLMTDPVKLPHSNVVLDRLTIKKQLLNQQVDPFDRTPLTIEMVIEQPELK
QRIAKFIENLEKKKNKQQIKIVQEES                                                      
>Ptet_A0BFS9_A0BFS9                                                             
MGNNKSKPIQQQDAYQAHWSKNQAQELRNLQKQEESIQNAKKQQLDKMKVETDQKLIQIKQQEQQIQKFEKGQQTTQQLS
FSPQQINLKIQVSFKKPQLLEESSQVDLSQKEEKNKESKAVLTSNVSSNNNKCIIQNNQQEIQLQQVQKDSQQQDEYIGL
KQGQNIIQFDIDQQVEQNTKLSDEQQIQQEVQQQSSQKMQQETQQQITQHNNSQGHVDTNANEEAILKRCFMINMKELKI
SNLYAKFLEKFSTITSDIILCDIINCVLSSEQYIQTQKVTWLVFVIINLSECKVFDDNVIFNEGSISKQVWTKLINAVLD
KLVSAVAKPEKLEWLGSREDVNSYTNQENTNASQVYDMLFGQQKSKNFEFSFENLDHPAIYQLLTYLDTKSQQKDTQRFL
ELITKRELSKCQQVNLSDCVNQQRALKLLDKLSFYPRITELLFEDSWAYGKFQQYKNGRDLQKYSIFGSILCLSTFPRDF
PEVNKIFCSDQGLPILIECYRRPIYEIINQMADIFLRIIRRGKKSQLELFTYLVKLIEINLDIEKVTEKEKFDKCCYQGM
MFNLQQVLLEIFNPFIYNTNQANAKLSKINKDLLAQIKNQPLLAKIYSNVKQMAPLKTELIQLDKTPEIDPMTFLYLLIQ
KINSLQQHMIIDYVISYVILQYDKRHFGSSSKLTQQSEIDKAKYDVLLLNPRSVQNTIQFLSFQSKVAQSLLDENYKPKY
PYGLLSNQFMNDIFHYCFIYNSNNLALDYLDEVISICEFTIITMKYQELIEDTHLRVLGMHLFYIFNDYVIQQQHGKASD
KAFKIFSENKVIKEFLIEGLIKAYVDQDKVKVTNIIPTFRFKQAVSQLFSYILTTHSNIYNKKFVDYVQSNTDTYSNFAL
AYINDIKELLDQCLSTTQKLKQEEDSAQTVQVRNPTLQERKEKILKQLFLEIAEKKCLGDWKGFEELFKNIVLFTKIEPK
AFLIEESRQTFTENLNYVVVKLNGPENNNCLTSKFFTKYDVKIEPRHLSNYIVDIFINIKNQQEFWDELAMNNSTLQLEI
LHQLVNQMGYLKLKTQYQLQEFLQIINSLQQLKIDYDQFFRELQQDPNRQRRFIDSLTQNLMTDPVMLPNSKQIVDRVTI
KRLLLQKKQDPFDRSYLSVEMLIEQKELKQEIKSFINVKIQELRSIRHGSKQHLK                         
>Ptet_A0BFN6_A0BFN6                                                             
MFPFVSNIFRSDLPLFIFDDIFVPGPGIRVGVPRPPYTNQQFRDQVPKPPNLQKMQSVKKSLADYSETQGQYWCILGDMS
FEKGDYTKAIQYYDRAIELTDGTESSFFRSRGLAYKKLGNLEQAYKDAIMAIELDDKNIKAHLLCGQVLAERGKSQDNTH
DIETAINRLTKARTLCAGQKKQYYEDELSKYIYRAKKLLWYKNKELENQKKRQAIDNYTKYLKQREDMNEEERQKEIHAF
INSIGNPDQKQNYDIPSYLICKITFEIMENPVVTDAGQTYERDMLIEAIQKNGPVDPCTRQPISGEFYPNHNIKQATQDF
LLNNPWAFEFQSGENYADIEF                                                           
>Ptet_A0BRS3_A0BRS3                                                             
MNYQAEEIFAQEYPQQPQQPQQPQQPQQQRKIFKAAKKPSAQETSQKNINQTPSPLQLDKVQQSLEEKVKGNQFFSQKNY
QKAIECYTKAINLHGTDSIYYSNRAVVYKQINKLQEAKKDAEQAIKIDQTNARAYFIYGTVILLEVQMSPEISEQLIKQA
HKGLQYLDQAYENIKDNNDQQKNKLKVLINQNLGKGRRMVFLIAQEMDRISMKIIQFVDVQSLKSILAEIAERRKVKLDW
NYLERQTQKKMLQDIPIPQAFICIISFEIMNEPILFNTGQTYEKDSIYKQFTSNGCADPITREQINPQTARHNLQLLQGI
NQLKQKYGWIGIEQEENYKLIKFE                                                        
>Ptet_A0C2D3_A0C2D3                                                             
MEQQLYQWSRNIKKQAHKGLQYLDQANDCIKDNTDQQKNKLKVLINQNLGKGKRMDFLILLKKWIEEVLTFKYLLIDVQS
FKSILAELAQIRNVKLDCNHLEQSTQKKMLQDIPIPQSFTCVISYEIMNEPILFNTGQTYEKNATLNKLNRMRANHSINA
RLNLQLLQGINELKKYGWIGIEQEEDYKEIKFE                                               
>Ptet_A0BTA7_A0BTA7                                                             
MGNTTSNHPQITGVFSEYSFHHKNCLISSHSTQRKILKAASKGNELPHRSNRRFAPNILKSLEFKSEGNHYIQMKQYKKA
IESYTQAINLYDHDSIYFSNRSVANKLLNRFQEAKQDAQQAIKIDKCNSRAHFLYGTVILIEVQMFPDITEALIKQAQLG
IEELEKASEQVKQNKNEQKNKLKVLINQNLAKGKRMIYLIRQEIDKRNILSLKQTLKDIAHRQHQQLDWNLIEQNIHKKT
EIILPEYFLCPITYEIMDEPTLLNSGLTYDKISIQQQFKQNGYVDPITRENIDPLGLIQNIQLQNGIQQIIQQYGWIGIE
NEKDYKAIKFE                                                                     
>Ptet_A0BZJ1_A0BZJ1                                                             
MFPFVGNLFRNDFPLFLFDDHFIPGPGVRVRVPRPPYTNRQFRDQAPKPPSLKLMQSVRKPLKDFTENQGQYWAILGDEQ
YEKGDFFNAITHYTKAIELTEGTESSFFRCRGLALKQAGNLDPAYRDAIIAIELDDKNIKAHLLCGQVLAERGKSSDNTQ
DIENAIIRLTKARTLCAGQKKEYYEDELSKYIYRAKKLLWYKNQEINNKNKRVAIENYKTYLNQRQDLNPEQRQKELEGF
INSIGNPDQKQEYDIPSYLICKITLELMENPVVNDAGQTYERDMLIEAINKNGPSDPTTRQPISKKFYPNVNVKQATQDF
LLNSPWAFEFQKGEEYQNIEF                                                           
>Tthe_XP_001019036                                                              
MSNLIHEEQILVQDIFLIKTQVNSPSIKNGFSIQLLALTLNQTTQFGLTFFQNNLQINSQEVIFLKDFSSDIQSQGQGFS
LIKNESMFDSMLMERASIPNTNTLEYFCSCYNRALDQKDKPWNVNNQHSQDFIKYSLKITASFAYLTLTSPELFDSQWVD
PAWNLYRKNEDLMAAKLVTFFEKVGFCYDFFEEIDKQIQQEDFKDDFNDSLLTIIIDHQRKMVDIPYIFQSFLTYYLLST
TKENSQALKDIHLFITILFLISIPNSKGVNITSDKELDQVRGIDLELRSALGPFLRISTVDFLIVHEDDRKSVQEMRNKV
FLEFNNIRSNQQYNLQIKYYSELNQNYTKLLVELFKMLLKKTGNYNYANETLRFVAACIIGNKDRAKLYRRLEQQNKQPI
TSSDAFMANILDVMLEIAKIIFNKNDNKWEKIRPEFFSQSQRLTYLKEEPFYSKEKISDSVMQEEISEFGTITEYFFLCQ
QLAHYSIIPMFADFKENAEQLQRTEKEVKRMPQSHPLYKMAEQKVNEMKAYYFQYNAFLQMDSRLYVQRDMYDLLFFLLP
RWLRLDISKLHNNIIPDYKPCSLLNSLPENMITDVFDYHFFYTNFRRDYVKTSLTEQYINSFLEMTVLFLSNCQISSNPY
LKAKLVEILYFFYHSDKSKVHSILSKNLYAKRNITASLMKFYIDIEFTGDSHQFYSKFNYRHYVNYLYTKLWVEETYQNE
MKKLINEPLFERFINMLINDATYCTDEGISNMQKILDTRSKQDVNTLSPQEYQLYDRMIGSSSHFNKQSRETIGLISNLS
IWAPQPFLSDTFLDVITGMLNNFLQKMMDPTLNQYTTDKEFDFNSSVIVKDLIIIYSSLGHDKSFRQKVTADSRSFDQKL
FETALKRVRKEQQIGQQIIEKFQDFLNNLVQADIEEEYENFPEEFQCAISLDILKDPVMLPSSKCVVERSIIKKALLDNE
IDPFNRSPLKIDQLIEMPDLKRKIQDWKQAQQGKXXCALSFCLLKDPVRLPTSHQNVERSMIKKALLDNEIDPFNRQPLK



REQLVELPQLKQKLDEWKAQKKKELREKGSISSQKAKMDVEEEEGQYKQQQNLFGNLE                      
>Tthe_XP_001030877                                                              
MSAIAQSQKFKELGNDAFLKSDYKSALQHYSSAIAYQDAQKAIELDNNNIKAHLISGQILAQMGKSEKGIKQINKAIQDM
TKALTLCAGQNKQVFEKDLNKYILRAKKLLYFKNIEIEQENIKKEIDYLKTLLNQQNMNQKQANEIIQKAEECYQKNAKK
IKNEVPDHLCCPITMNLYEDPVITQYGFSYERQALLEHFKLNGDIDPIARKPINRNIPLISNLSLKKVVSEFLQNEPWAY
EHYLDQNSIEKIEF                                                                  
>Tthe_XP_001470714                                                              
MFKQRYYDTALEYYTRAINIDSSQSIYYSNRGRCYKIKGDLKKAFDDAVQAIELDENNLKGQLLCGQVLCEMGKYEEGIH
KIENGIKRLTKGLTLCSSQAGQKKKVFEKEISVYIFRAKKLKWYKQYQEQKQKKIRLIENYKVYLEQQSQLSDLQRQEQM
DDFIFTVGDPYREDEFIIPDHLCCKITLDLIEDPVTTEAGHTYEKVVIEDHFKKNGYIDPFTRASIRPNLYPNHAIKQGV
EEFLQANPWAFEYSYNDDYKKIEF                                                        
>Tthe_XP_001032205                                                              
MAESKKKSSQTGVGILAGLAGVAIGAIGAFLYKELKDDKKTDNGNGQKAPQNVEIKNKNDKNTNQTEDQDQYNENLFCPI
SFVPMTDPYILKNCGHSFQKETIDQCLQKKLECPLCRKQCQKEDLVPNFSLKSLVQDMIKNQSK                
>Tthe_XP_001027527                                                              
MVSQEWSDKGKVAFLRIRWYQICLFFQQSKSLQASRRFRQNYLRFNDNQGLKDAEKSTELDVQNIKGHLLIGQIIAQMCQ
KNHQYLSKLDTCITRLTKALTLCAGQKMQKNEKYLQDNIRRAKKLKWFIEQKQQQEQDQKIIQYLISKVESQLDESEETK
KKQVLLLKETLIEEENRKIPEYYLCKLTNKILQDPVTTKYCNTYEKKELEDYFKTVKSIRDPQNQQLLQNPITDILPNIN
LKKAIEEFIDLQICYIYFQNKKHIQTKIKNQKSLGI                                            
>Tthe_XP_001013870                                                              
MGCCLEGVINSKKKSREYNDTQKNNNSKIQNLQNSHPFKDEDNQEVANASISRRQSKTSSVIEIQKKQESTVLKEQGNNF
FKQNKFLEAIKCYSAAISLFPDSVYYSNRAQCFRQLSNWAEVLKDSCEAIRLDHENYKAYNLKGMSQVMLSKEMDIMSDQ
WELFNTNISKANQILNLKRAEKLQRKKNKSKNLINKLIENDNSLIIDRSEIENFLERKFQKKDQRPPDAFTCIFTLDLMV
NPVITSSGLSYEKSLLEDHVKVNGDVDPTTRAQINFKKCIENKDLKSAIQDFKSKNIDSEFSTNYHQITF          
>Tthe_XP_001009760                                                              
MGNSGSSSSNLDQKSSNDLPEFEDLEEIQRQKQQDLQRRERLAMLERQQYDEGYQSPQKQKKPDFDSLCPEEQISHILEQ
LLQVSIVEEQGNQFFSLKEIENDLIDPKLKKPLLNKQNVQDFVIYEVLQSKIGIFFENHEERVKYLFSVIKKCANNKNII
LQKNNFAQSDSEKKVQQQQLLISADDYDEIIESSFNYMITLLTQYESFDLEGIQDEKHNNIFDISNILLDAFYNNFNRYS
AITFNEVMDRLSKHDEFHNIMNSVFKRIYNNIREKGSIENMDPFSNSIDRMKQLFTKDYILDYFLNSSPLFYSESLKYGL
YLEGNTIFGLMLSLTTFPDQWEKFMEVFKQVNLRFSKEVQKLIQEDTKIIRKKINEFHKLFYQLLNIIAKKRKDRLIFWI
EKILDMNKGILKTYHSHEHCSSPGFLYNFLRILLHFTQSLTLDFNTMNEVINNLDLNIITEPTGFYKFFDHIQIFDKEKY
EKEILKIQMQKSGEDSQPNQQPQEGEKKGIVGENQEEEQKQSNHPQSKTSLSQDQTQNIQFISQIYRFVMAAIHLNLPFF
KTLKSFQEKLHQASHFNQHNVVEINNFLIKQKEKLSYNILIEDPYINSMLIKFFELQVLYCWKLNNQQYDEKGIINQLQT
EYTQKYAQLPFFFIEDINEFTSLVLILFPKIIQEFQKIIDCQIIMMGNKQWCNNPHFRQKIIEIFSMIIGFDRNNALKES
SPSFLLNQGQVCQEYMIPGLLKVFIEIEKSTDGHHHQHQLNEKFIFRYHFCKIFTYLLENQEKKKQDQEEEQANKIALRV
NQEMKINKICSNQLIKISQQNKIMFLEFANLYFNDLIFLLDIISNYMCKFFHFQTLNRNQVNHFVYHQKESEAKQSQQHV
KKYYQYLAAYYKNIETLSLYSEDIFLQDEIKLKLTNFINISFMKILTYHHLDQLNEKAQKELGFDLKTVVLCIVKLYIQY
SQYDKFVQTLVEDERIFDIEAFKKSVSKLQTLNILSESIQNEFNSFQSRVIEMYEEKQRTEALLYAEVPEKYLDPLLNQI
MTDPVKLPKSEVIIDRVTIVKHLLNDKTDPFTRDQLQESDLIPMLELKQEISEFINQQLQKNKLKKQAKNIETEEQKDNE
EAISTSSFLSEMVTKDGNEGSVTNQAFNLNEIRSDMELQSSNNIGDDVLSNDQQNEQ                       
>Tthe_XP_001007820                                                              
MEFPDRYFCPLNKQIMYQPAQCEDGYNYEKSCIIKYVMDMGHSPITKQPLKHNQIQDNIALKQEIDQVRHLITDENRFRD
LKLVAEEENKNDNNNIQVEGSNNQSNSSQLKLQINRFNDQVKISIKTPEGQQRSACDICCVIDVSGSMSDEAKIKNSKGD
IESNGLTILDLVKHSVKTIINNLDERDRLSLVAFHTNAYKITDLTPMNENGRNHAIKELEKLIPLDSTNIWDGIYQALEV
VKAGQQQSIQKGEQRVAFSQILLFTDGQPNVIPPRGHLPMLKKYKEENDVNCSISTFGFGYNLDSELLDQLAIEGRGSFA
FIPDGQFVGTVFVNALSNLMTTLAVDAVLCIENSNGAQFEEVLIEEEQAKNILNKETVLGNYDYQRCSWGLNINIGTLQY
GQSKDIVVTMKNVNNNSNKPYITATLKYRTSSTHKQPEEISASSSDISQQENEVMVDVFRLESVEAIRKAMTLFKTGNRG
ESQNIIKQHINNISSHQLSKQNKFIQDLVKDLAGQVTEAISVNDYYQKWGRHYLPSLLRAHQIQQCNNFKDPGVQHYGGK
LFNQIRDKADEAFLKIPPPKPSIKKQGQAPKSVNMASYYNNSAPCFDGNCLVKMANGDIKKVMDIRKGDLIASPAINGVE
AKVSCVVKTPCLNNQAYFVEFEDGLIITPYHPIRVNGIWQFPCQLKPTELRECDFIYSFLLESGHSMEINGIECVTYAHN
FQEEIVKHDFFGTEKIITELKKMIGWENGYVTLSTDCMIRDPTTTLVIGLKQNIKNQLSIENIQNYQIIV          
>Pmar_XP_002785068                                                              
MSTGCGLNTAWIIFELCLPIKLEQSADIDCSMMISENPEVKTIMGILQEEAKMGDSDTIAKIPKPDLHRASKFVSQIFWQ
AVQALHIFVCPALKEAETMLMAASVFHQKHKMDLMADGYAEYHCYDSVVDSPRFVESLAHCINLMMSLFLVKVIPDDIPD
KAKPAANGIPQGVYSLNIMNDSSVKLSNDMAVLPTCIIDDIVEVLHYYRNTSKIVEQTNRGNRGDIFNGLDCDLLLLFVI
WTLGSEKCKNPSVRGQAAKVLKSLSKQPRYARQIENADFCVENIVPACIRVFTAVEKTKQSYYDIRMHVKFELRIPIQKL
FEQVLPLPKHRAQLQTFAIEQSEEFCKFVNQLLNDTTYLLDEVTEIPGSILGGDIKSTMASYLSRLSTRGLDSLTAIRKH
ESHQAAGSSDEPMEGTAGLGVERGIDEEDEVNGEDMYRRSRTDAKAHCKQYMSMGHQTVSTLHAMCKEAANVILDDRVVL
EQMLTSCLDPCIDRLVGPKCLQLKGKSYDFNEYNFDPKDLLRKLAEMYVYLARGGGMEKISRIVADDQRYYSPQTFNKAV
TILRRERLLVGDEFNEFEAFVKHLNETAAKREEAMDSVEIPDNYLDPIMAEVMIDPVKLPGSGQIMDRRHIVRVIMSDDH
DPFTREPLKVEDLEPLPELRSEIHAFCKEHNIDLDEEME                                         
>Pmar_XP_002786313                                                              



MNPEHHHNDLGYKNTSTSSGWSHLVPNVVNCLSRDYYYNKKSASDTPQDRRVERKTPSAGIEVLKTTVSAAEQRMEDRQR
AEDFLLFMDKAEAPQLAPSPLLSQSTLTTVTYSAETYHNDEEKPCLTKKERKPQLPLPSPAPLPPSRSAIPRAFKERSLD
VGERQPVVVGPLVTVCSDEGDDVIGQTLCAIPPFLKGHSVAIRITVDDFTKINRGKDTPLSICVGLTTGPQLYRERGMVV
SFCSSHSEIKHTRPREVSANTVNPQSLELEAAVISESRVRFHGERHFWIIWGEGLLFAVGLAGSRREVGSRLLLAADTAS
SEYTFGFNEHVSELICSIIEYDVVDSFGRCVCQHQRSHANTDILMKAFMTLIHNCLLYCSSHHQQLRQHLAIKSNIIPDI
LLPYIENILPVFMEADSSVGVKSIEWANLTSALQTLAIATFNVKTFRKPVCRLQRSELLSRVASLKQLKEAPVTLVILMK
VAINCNYGASQHWDAFAEASRAAYDGMDETSPIDWDVPEDQARDGQKGKGAWLIKVRRPRGDYKSRRRNRRRWKRGNPFK
RVSRVPDMDDMDDEEEGQQAGAQQDATRPDEGGDGEQAMIYNSEKMLVYDTRIKCAGLVGLGCQAEALADFAKEEDEGAP
KATTEINQEETLEETNHSLLGDLPEIRKEKQGSPTSPSKPKHAVRIRRTSQMLVNAPAELKCALDGKIMTNPIRSPYGHV
FEKKTLEKWFDSCGEVCPITEKALSIDDCQTAHDIKKAIVRYVKEKEEANLQNVA                         
>Pmar_XP_002779398                                                              
MKVAINCNYGASQHWDAFAEASRAAYDGMDETSRERVKRRVQVGSDALPVNPSCDTMLMVYSLLEVEPIDWDVPEDQVHD
GQKGKGAWLIKVRRPSGDYKSRRRNRRRWKRGNPFKRVSRVPDMDDMDDEEECQQVGAQQDATRPDEGGDGEQAMIYCAL
TGCLMRDPVKTPQGVFYERAAITDWLDSGNSTCPVDGQPLTVSQLVGAPEVLEAIVGCQAEALAVFAKEEDEGAPKATTE
ISQEETVEETKHSLLGDLPEIRKEKQGAVAPLAPDGYWIFLRKFDEPEQA                              
>Pmar_XP_002773755                                                              
MGTPADDLDDDLLLDGMLCPISQLIMRDPVCTVDGHSYERSAIEAWFRNQEVAGLRHSSPMTGETLPTSTLIPNITLKRV
IDDFLDKTPEVAQQLGTAASAPPLYMHNALSSAVSGHRTSVGYPDLARQSNSLYDMRSLSFAEEPRGKLIELEDHKKTAR
KCGISVLNDWLESIVFCSFPLSINGYNRSVEYEIKKTVTGWGGIHIGVTPDDPKILVKSSNLNTHLEEHSWWVDSDGWLH
VPDEGASLCGWTSGDLKAGDLVAITCPEDGTLCVYVNGRRKVQGREARIPSGKRSKPLYGFIALTGNVTEVALVEGSLAR
DYH                                                                             
>Pmar_XP_002765224                                                              
MSWGAVYSDVNHRWEATWEASMSSDDESWEEWEEEEETDDEEEDDDNRNVMLRPPRRAIPPERWMRGRMMMPPPPSPPPG
RPQSVPSSSDDDDSDYASPPSPSRWWCRPSYTEDTTDESVQEDEEEEEDDDRSPSPPRQRRRIYSPPSPQVHHIREFSPE
LWRLAAVVARGDSPHRESDRGWNPQPRNGRMHERSPSIRDSSPDMPQRQQWGYESGGNISDDSSEYDDSFSDDSSLDDSP
RQLQEGWRAPAPAIHIEISREGFQRIGPHPLPPSRYPPSPSPPTTTTTTAIIVEWPPMLPEITEDRMKRLCEDRGLDPDT
FMCPITRAPLRCPAVACDGHTYERGAIHRWLARNDKSPVTGSRMMTRLVPNVSLRTLMYSLFFDDNNNNN          
>Bnat_33007                                                                     
MEDHPPSFFLCPISGELMRDPVTLRTGHTYDRDYIEKWLESRPTCPNSGQILEEKYKKLLIPCRVLKDMISNW       
>Bnat_39472                                                                     
QIPPSFTCPITCEIMLDPVITADGYSYERLAIQKWLRKKGKHPVSPQTGLPLDHRRLVPNISLRNSIEEFFKDRPQLRDD
QA*                                                                             
>Bnat_32673                                                                     
IPDKFLCSITQQIMSDPVVTVDGHVYEREAIEGWLENKNTSPNTNLPLETKKLIPVHALKHMI                 
>Bnat_70791                                                                     
MQAGISNRKFIRVRRSANRRGLAEEESKEYSSSSNSSSRVAPRVPSPSLQPQAFRSQQARQYALQYKNRIQQKSDGNRVL
SRMGGEVGGGKGGRNSNRPYFRTSLAFDQKQHVSSPLLPSPPLKALSRRIIEVDKERHNAEASLLDLTSLEEEAKEQKRI
IAEAQDRLQHLKSGYRNCLQEYTSLQARAKVTLSDQNACQKRLSELENESMRLHTRWNSFLDKMSESSSLNSLNSSDVEI
LLTEASLQRFIDVLKRSGVITEEGSHLELVDRQFFQDMNLAETFSLGERQRLLFLLGYVREKHELYLPQEDNTFRTWSVS
GVSSWLREVNCGSLSPILEELRVDGITLATVSRDTLVSEVLGKSRETNYAKKRSIREYVQLRIWPQIQALRKEHGIVVAE
SQPPLASAQKANNDPISRGGAALDDGPPARFLSLHSTAKENKQGVGNIARAGAAASATMGDVAADDERKDDGGDDDEKGA
GGKGGSGGTIKDGSSPKEAPSQFLCPITLVMMEDPVLCKDGSTYERSGTAHIASTQWFIKGKKNNAALRTIEAWIAKHGT
SPISRERLRKDQLFPNRALKEMIERFREQKLSK*                                              
>Bnat_134910                                                                    
MFGPGSGGAVLVDVKVIEKENHDDLSGRQSQLWVLVDSTVRMVKKQIADKFSIATDEQTILFRGRILDDNQTMQECGIRG
IGKEVASLVVVQKRLRQEVSGSHAQIPEDTKRVIFHWDPKRKGSKYQLDTPKLRTWFHHGSWQTIQGDMVFPPDSGKWYW
ELKFTHVSLKQNSFAAVVGVVPEGPFSSKANQPIGWQKVAGWGLVIGTGQSLHKGGTLEYGQSSSGQSSSGPTFGPFIKK
NDVIGVLLDMDHGTIAFFRSGITLDANRRVAQSCLGGWVTVIGDKVFMPGTGVHTWEITLTNIDKEKNVFACVVGVVPAN
ESAITSSNQPIGWKKVDGWGLVVGTGELLHKSTGRSYPGGVPTPEFQSRDRVGVVYDSNRGTISFHRNGLDLGVAFESIR
VPIRAALSCIQTQETKLQAPASWEGSSGSRIASPSKSLNASFDDGKNLEFHPQNNQSSSSSSSLVGGGNGIEDINPFSDA
AAKSSSSSRRSKREFRWQRPSSNGSDVTVSKDGKETRGGSSSWRTLFGDTIFHPRSGAYEWEVLLTRLYLRSNTFGVVLG
VVPASYTQTGSGSNQPVGWKAVPGWSLVSGTGQKLHQSGALPYVQGDGFVRGEKVGVRLDTDAGTLEFFKNGRPLGVAFT
GICVAVRPALSCIQNQTTILYSPPVTKLLSGPKQRAVSSPLDNMDRKGEDDDDNDDDDDDDDGDRVLTSVPMLYNNIAIS
SRNQQREKREPVAGWGWKLVAAGKAAADRNVVLENGARQLVTKASCWHTVVGNTVIQSNTGIHVFEVKLERFRLMSNTFG
VVIGVVPRDFHPDPVTNQPIGWKAVQGWGLVAGTGACLHKKIVARRYATRNNSESISFGDDDLDDGDLSTPPFEQGDIIG
VVIDTDRNTIEFQRNHQSLGIAFIGVGDEGDSGVAAWNSSSSPSLAIKQQHKSSSKREGYAAYSSSVEGKWGGAEGGGGG
GRDKVLSKMLRNKKIILGEEQPTVHPVRIRSKGTSWATTVGAAAMVVAPKDEIEVEEQKSQGGGGGGEGDPFRTPPLTGR
GVFEWEIELRSLSTANNTFAVVVGVVSAEFDPLPEVNQPVGWRSARGWALVAGSGMKLHESKSVDYTLPFVTGSRIGIRF
DTCAGTLEFLRDGKNLGIAFDGIRVPVYPAISCIQLQEVVASPIRFTPAIGHVSEYGQTKSSFHRGDVVGIRLDTHRGTL
HFYKNSQNLGLGYLCPITCELMEDPVVAEDGKTYERAAIAGWLKKSDISPITGQRVKNRDLLIPNQNLKKLILQWSERQE
RLRKARS*                                                                        
>Bnat_142946                                                                    



MAYQKSRTVTDVQGQIRMLMKLLQDDTDLVAALEDTVKRLISQSNLKLDVMAAATSGSVERSFQAALHRQIRDTLAAGFA
QLLSHADRNDGLKLLNDEEVRSLWFYLYRRSFADAFASSAQQPLSRGGKVEVTSDGLGSSFESKFPFSFFVHNAIDSFRA
STARTGEGKDVAALDAQVKRMQFQQGLDGSIPEKLLRRYVHDFACMRCRASQSLSREDQAQLLWTILRLENGGENMTKFA
EIHALFWRCEAMVVSYMGLINAVPLCKAAVLKHIDEAKQAGPALDLEVLSIALDTLAESRKNWTEIAQYGQWIRMFKAAQ
TTASAMLEAAEKDQAQKASAAVRQKLTKLTFMFTFLRDVAVPLRVAPKHTLATLATVATRELRTSKALKAVIDMFSKLRG
KLVEYDFRCPITLEEIKEPVVLQGDGKTYERTAIEDYLKDSDISPVTGEKLSSKTLVPDQEFTVRQQSVATEQQLKDSAL
RFMEYYIFELCLGDGGVMMKDKDLLRDFLKALAGQRIQRSSIDIVSSHAARVCLLTALHELANPAFRKTARAQILKCLQG
SVKKAKAIGNLFSVNFASMHESLLAEGGGAEDVKKVAGAPPPSSLSGALALAKTSAKEIAGALSLDVKKQFKSPDSVLLA
IAKLRHIVKFFASALVAHVGSADKESIPADLLALSEQLDSIICQCGASGMAPSLRTYVLKCVKNVASELSSEEGHDDATA
RIAGQKLLHTALRSAPLTDAKWLVEWARKSEGLVRFTFDDLMPELVPFRDSTTFRAIHAALVSDLAPRAKEGFGRVIAAV
EREIKNATALAIEQEKNTAKSSVLKARSYGELIFREVKNTPAQNGRVTMEVNHWEWKDGAGWKRYPFETNLQIEKGRITG
ATSVDFQVNSAKYKLDIQRMRQVNLQTMNPRHVRVVTQKSAITRQRLEDLRVHTCKKLGLSTEKQKLRGAALEEEKKKKE
AEEKKDPPAPDLRPLKLALLCAAFQECFLIKSMPRLPDYAKENARKFTAMVVEDPKKKFQFFSEQERELFAAFASGSKAG
EHLAFRENPGMAQMLAKRLTAKVAGVAIGAKGDEVLSFVRTAVFDLKKVAAGLTALYKRFPPLEVKVRMEAERKAVEAKK
KQPPPVLIGEKILCKSKKLATAQHPRIYHEAEVTAVEGPKEGGKYEITCRFYGKDEEKGERKLLDERKLQYPPPLSSPEA
EDDADGEEEAEAVPEYLLPMFHGIVPQSGMRCYVANKAESGCVDWFPAKVLEGPQQFQADFPTTEQQMQTAVSSVALEGD
SYEDMNAFIYTGYPAECGSNIEQFQEIDINLALPHFDDVETALAARSKGLIHLKVPSMEKYGIQFNRKGVIEQVDPKLQA
QHKIQANLILVGVNGQLFDWTRQTEQFNQAKALKKPFFLTFISNSVGAGAYSQRGLRSQSGNYNANVETLMRLSCSATLY
ASSAVVDAKAWKAAATKILSDVGLQKVVDPEAKLLGLIETDLSYLARSLAISLEDAELLAQSVLSRLAGSTIQLPSNLQL
SSLQNNNDPYAGLTPEEKAALGAMQKYRQQLEQLHRARLEARRQRALAKQKRAEEKAKRELYKSMAPQLTMMGIAEHHAV
RGLMACNGDVGQAANWCFENADTGPPPKEKEEAEEEEEEEEEEEEEEKEALKATTATLKQQPIDEDQILKAMLEENMAKA
PSLPFGSSSSSSGGFGSGGGSNPFASSGDKSGSGFGNSFVGGGVGGFESAGSGEAKQGGVQEAREGKKSKKKTRGMPTLA
DVIADAKAKASKVDLTGIKTKFAAGERVGAQFRNEHGVFMGKIVRNNGDGTYSVQYDDGDVWKNAPGNRIVKPVYHCPKP
SEGVDSKKITGAACRAFKFVLGADRFLAPTGYRPDLTVAEMEEADVKAMQTFVNHRLPKPGHAGAGKAFAEAKLNVDGKL
GPKTVEGLQAVLASHEFVKNAIPPPKKMENEKGELGGATMYMLHSFVRWSIDKQTIREAMAKLKALPQWKEGERFITKTP
KAIDEEVALAKVAEEKMKQSGDTKRRFLLEAQRRWMKDWGVLGTERHRQIVIDSVTGVAQSIVSQRKVEIDILLKQLRDA
SKPSPNPQLTLFTDDLNERLDTKALPAEESKLLAPELWRYRHAFSLGHFAAQLGRDEEATAALAKRRGDIGDSAKFPVLS
RFLSAEESLRPLRYLPDVLRFQTMLVPRLTRALDMESARKLTVKDAIEAYAKGSGEKRACYEALQGYSKAWELAWPGIKH
FVADAGEEVGERIPDKFRDISVSEASPITLLLASDRDEGRCAAAITMELVKRHNEFLSLVAVFLRNTGQELLHIASSAGQ
GGAVSAAAAASFVSPRFLTQTQAISYDLEGRFVPFVMKQCVDHTAEGASVYNFDNAQQYLMDTYFIGKPLVDAHETSSLA
VQYADDADAIDVAAIARRVPQDELTSDMRDSILGELRSGAAALKCLQLLETVIAFVTATATTSASSSSSKVSSPGDLGEV
LISTYMRETLLMEDAAGAMESKTIEQQVRLKHVASLWATLRSVLVKSRFQDVHMSYKHPIDAKRARGIKADILDCKEIAD
DATLEALLAVMQSTIATILVEGTHDPSKAAADFMEHAELDGKALKTYSWFQKGFPKAVPLRYIVDLVQVIEAAKSELKIN
LQ*                                                                             
>Bnat_45697                                                                     
MQCPITREVMKDPVVCSDGHTYERSAIQRWLQRNSTSPRTNLPLASNALIPNHSLRSIIHEYTIRTLIRQEAKEHRR*  
>Bnat_89953                                                                     
MSTWELRKDPKMLKEDPNYMEGEAEWEYDESNPEFLLGKQVSIFWADSKVWYKGKIDQFDEKNGKHHISYEDNDKRWHRL
VQYSFSLYGMKGQHIGEKQDEAYRRKFIPYTPKDEKSRTAVTFHCILDGKWLSNQEEIQVYLKGNLAVMGTWDGAGVPMT
QDAKNPNLWFVEVELPFSLNEKCPTGIFEWKFGIGQGDKQMLLEGGLNRREKSCRFHYYARFKANRKAKAYFKGYKLPSI
VSANKLIILDEFRLVTEGKRKVKEFLSKLYALHQIIPGTRSQSEDLVDAALKFLPENEKATGDILFALMAVVGRFGVSCD
EFKEVAEGNRTFKVRNVLKPAGWCWYVQKKLNVDTLCKLDLEAAMGKRIRWCFNGVKESVSRSMYECEFSWLRLAPLLAK
HNAMPGLLQSPNAGIPQVFKVGDRVRCNYKKRGKWYSGQIMAKSDAGVFFVQYDDGDTEDDVAESQLNSMKGSSKESIKI
RKNLVKSFGKVCKEIRVLAVSCLSIAQTLVADDAAIPNEEGKGIVAEPAGEQETSKTRETIENMGLDWLKALVKFAPSTE
MLTLVFNDEVVRVHAASLIPTVEEWVKGAEWQVGELAHLRKLLSECKGLGHPSIAEALLKSDACVTEEVKFKELLIDTIV
DCCNGHHLVLDKKEALTADEDQLMKAFTRMDSAAYLWFKKCFKDKPVLEERRLVNEGFVRKWATVELSQKDKQTLLLNTL
AGACDMVNQLMRVKYIMLRPASILFELDRCKFLKRDSGADGPTAVLQNLTRLGAQHRDGFDRYKRPLADFLSKKCTKILH
EIVPFVRNDSKLLMKVLKAVDELPRESHLNHRLVHSLLATASSTDLKGILHNGTLWGVIFKTRGVVTKEMKDKTLQSPLM
NMLFYAQSQLRESALSMLEMPSSMDKLATESKMISIGVAKKLMREGFDDMKFMRENPTTSDWVKHCGITSKEAEALLKAL
NTFDSVTMQTMHVIMAYKKQFMDLLELIQFRKISPGKLDALSREVIDFDTKLEQSKFFLSFYCNCGVRINMQNLNKTITD
WAATYDNLQLSKIRSLFSSLLTQDTLEAFDWLYAARTSALFLKLWTETGKDLVRVMDKRTRRANVQTPFAPFSGGASGEE
KKGGGGGGGGESKKFELLDEMAITYRLSQKEVIGKLIPGVRRKWQEFKNLVRTGRITVPHLEKTFATLPTDERYASELVV
LSRTGDGKSSGSSSQDSWLNESMLKLNDFSMLISMKNSIPAILRIRSKVLVTLFDDDDSEETKADTLFQNLSALEEKLSK
EWQKHTLKSLSNLVGPVKAELGTQLSSAQLRFLTILGAEPNDPMTKWLLNQKDQGQFNQWRQFATDSCGEANVLNAVAST
VALRTSLLKLLYQRPPYKNLKGFMDCFRGTVEMNGLETLLHLETVAHGFNLLQRADPGGSSGVKACKDIIHFLKHGKLHF
KSSPNAQNILWLRPYWEKKDLVEEGGGAAAVKDTKSNKGDNSKGASPSPPVVTTIIKKPSSSPSSSLETREESFEYLLDL
RSKIVMTEIPVRMEKEFKMSALIASFLDQLHVALDIKQEIENLYTAGHFAFQEGYTLDLDLGINSLPHFHKTLLSLRNES
QNWMDIVKGTRRKYYHLNFFSMRELIKLICILDGTAKIQKEVRWRKENGENKKGDSKEEKKEEEYIPETWNCPSCTTSNK
MEYVFCMVCTAERTPKWTRLLAKHGGKRPANMAKKRTRKPPRHREQRAPYDSVEDLISMLHLTSSSINEDYVRNHFSRWC
KVLNEGIESRREKDTELMKHTNQFKLETLGQMLQSLLVSSPPQDSKGIEGKGGNSNMKGGSGGGGGGQIFAHIRAIPPPG
RDAKNSSDLLITVEDEKEDGEEGEKRLPIYVTCAKSPQHVIEVVLSVYVRRSRLPEPGEILFCNSETTLEEIELLFYRFL
SAKLHGRGHFVFCMADIHALTYTQQVAVLDRLREVMADYGVENAASLLFVSGKPRQVLLNTLSAHVVTLDPLDVKSLQEA



LRYATKRHCGETLCVSSNINGAGKSSYILKEVGMRQGQKQEAIVYRRVAYHESSTAGTLVERLSKFHGIKMANAFHLHIG
HIIPANANTCLFELLIVGTLKNKETCDVYARSNRDAYYLEIPNSSGNKTARALRFCMLLPTQHLRCDAEHLSYVLPIFRN
PPLNTRIRLQLQPFSTDPMVYTTQFLKAFKEGKLQANNQKFDLSWDPNLTEAPKPNEAFALLQEFTKNKRMPGDEPSFII
FDNFARFMKDSFLGMDPNFGFEPLKPAYVQYLQGLEGLRHAFVSMLIATSKDFALRAVPRGRQYGRLASKASELRMGDAK
NQQLSEEEQLAMALSLSAAEHAVPPKKIIKPPGSSHKNKKRTSHAGLLFEDDIGDMPAVFPPSLPSLGRVPSTEERDAQK
LQPPALGRQNSNEMAARFENMMRWDDTDHPVCVWYANERQGIGYEGFDILSLNDHFLYQYISRGLLNNLNAAVPGGFKNM
SRDWKNMRSEEGIGILKKVEGRTYGAPPEMKIERIDPSYVITIDNMLKMLSIQLRLKNGLPVVIMGETGCGKSSLIRQLC
AILNLPLRTLNIHGGMNAEDIVAWMDIQIKASEMLEEKERLVLLLDEVNTCNCMGLFKEIVCDRSVQGRFLPENVKIIAA
CNPYRLKSKEALKAEGCGLVFDHFEGKALGDNVGTGIQDPLRNLVYRVHPLPESMIDHVFDFGALPPETESIYIRAMLRR
QLGIYLRQEESKDKKGGGGHHDGEGDIKLKDGGALSEKERIKQLMKQAIQGKKYGSRYGASSSAQRTLAQMIQERRQLEQ
AQRNSLGGGGGGGGSSALIGSSSSSSSSFFGRPAPPPTSGSEGAGGGGQPPITQEEMKKMMEDLEKNQKEDGFVDFVEVF
ARLICVSQEFVRKYYNGERSVVSLRDVARCVKIFRWFGEHFANYIGKNSEPKWDAGDFFNVKEVAREHVRSAMIMSLEKE
SWKLLLLRGGGGGGGWGEGIKATYCFHARLDRNARREYGVALQREWERMQDPIGYEELGTLYAALFGGTPQRVPKYGPRC
TWLELNAGRFSSIVNDVMRAFVSHLKLGKGIALNEALLENLFMIMISVLNRIPIFVVGKPGTSKSLAMGLIQANMNGEAS
DNEFLCSLPAVEVFSYQCSPLSTSAGIQQAFDSARRYKMQSPNVITVVLLDEVGLAEQSPHLPLKVLHKVLDEGGDYALV
GISNWSLDPAKMNRAVHLYRPAPTVEDLSRTAMGMVQSAMLGGFLRQIAKAYNLVYEGQKQRDFWGLREFYSTVKHINRQ
LTEAEGEKKNQLDGDVLMNAIQRNFGGKPEETKKVVTTFFKSLGISETDVLQMNTTDLISQNIKSSEARHLMLLTKNNAA
LKLLFDYNLLKHDSTEVIFGSDFPLDRSDLQICLNLQTLKTHMVHGRTVVLVYCESLYESLYDLLNQHYSEFGGKQFVRL
AFGTSNKLCEIHPSFRVIVVVEKIDAYNRLAPPLLNRFEKQVMERANLLSELQRQVVSTLQSFCTYFVTGKQTGRAKLSE
LRGAFCGFHSDFLSSLVQSMGKLSDLDQFTHDCLIRLLWLTTPEAVCRLLESQQSKLTIQQNFGLNVVDTYFQTQHHSDM
VTFADGMLEDWSDDFGSQICLLTFSPLTLQSGTVLREQTKWKNVTVCTLHEMSTERDLKQAATEFFSTAKDGSVFLLQCD
PQAGSVRRIEHARYILEKLRDEQARTAENYCPADDNNNKKNNDDDDDESDQKVEHYSVDTKAAAAKASSSSSEVESKEKE
DGNADANVVVVDAKGRRIPATSESKAIGPNDTKSSPSSSGVAATTTTTTTTTTTTTPTPELKRSDSEGAEDAKHDGSSGQ
TSGVSIHGRVIEEEDVERERKQEEKKKKAATVTKSVDGKGIHVIILVHLPRRDNKYLIDLDKRWRYAFIDDVEPAASTGL
PDIRSMLDTNLQMVDIVQKLDVRQVLLMSFRQALARLSYLNARTNEDVKKQIGFLLRCIRHDNDFMTVIESSLLDIIGQS
NVHLDVAKASDKGEDLAIAGTFQAALHRQILDVMSSAFAILLSHADRNLQLRMLSESNLGIRDIWLTLFSRSMKDLQLVQ
TDLKVMNSIVEVPSDGTSSQAFQSRFPFSFFVYKILNDFRGLTENAQDPLRALQQQFTLMNIGSRMDEKMSVELIRRYIF
DFTCMHCAFLQNISRKSQANIVWCILRLWNQAKDLQLLSQVHAIYYQCERLLEEVFGLITAVPTATGEIIKFVTEEASLF
GAVMEIELVAVVISALKPGAQAWKHHADYMPWMIMFEDVKPIIDGMLLFASRRGGGVEEEGEDFKGNDDDDDDDDDEKSS
SNKTKVQEQLASVKSQWEKLVFFYTFVRDVSLPMRVEPADSLKTLEPIDSEKAELRTSSTFRSIIKMFSELRFKIINPAE
DFLCPITLEAFKEPVVLVGDGRTYERAAIEEWLETHDTAPMTNLPLTTKEIRPNHAIQAKAKALASEESLATAASRFMEF
YIFGLCFGSSKGDDGSHNVSDPKLLVDFVALLAGKKLGRTSIDVMPSEAGRVGLLRCILTHPNKMLREKSLTVVLKALTA
TIKKAKYLDTNLAVHYASVHEQFKMEEEKWDLDDMVTEICKELPLLKEDQKSLTAVMSHDKILQLIAKIRCVLSRAASAL
VQSTTATTVKGEKANTDGSSSISGASDKFQQQGKTICIQLQRLFQVQNSMKRPIRMFFLKNLERLRGATFLRSALQQAPL
GTSKWITEWRESGDAGLIRFLGQNKLPKNNPFKILPFFSDVDNAIAAGIAPNAGDFASLQKLIKSVEGNPKKIAQLKGAL
LAGVFHECFLLKSLQEIPKSTLSRVRELANYIHSSQDLKFLSKEERTLIAFFCLDESKQKQHHGGKINPAVEYFNLDQKT
SAERIMLIRLCVHVGVAAMSNSSSSSGGGGGIFSLFHSLITNPESLKGTWLPCMVEDLTAMAVAALGGRWYKCSNGHAYY
VDNCGLPMQVLKCATCGVKIGGKDHNPLPGQTDLDGKQQTRQSGGGPTAIKDQSEPNYCLKAPKDSKSPFETVRGLSPTC
NRTIRTLMHAALLLGALCGGSRWEVKVKSICNKAYVATSNYGQYFLEHMENDFAILTKLVRKSQDDIMLLLHAVLSPLES
LEGKNDNNAHQAIPLEQIVQFAHRAEVRNKLAQMMQLQQEERKALQASSGQMQPHEYQQQYKQASAKLNVLYGLHNAMKR
VPLGMMGMLGVGVQRFIPNGMLAQFEQRNPDVCAYIKAELGPIVVQLSGGDDMKGLGTWQRLKDSNARNAWERLMAVRTD
PWFESKSLAAKIATSKSMFGTTDDDEGTVFMSELMEKVDATSMPTKLRAKLCPALWRYRSPFSLEDFTLELNLVENMQQE
EKKTTSFPLLSNFLNEEQTLRPLRYLPAAIEFQTLLLKRFNRALDRETALNMTIKDVLKTAPNKQKWREAFEGFKNAWNL
GWRFVERFGCLELPKAYKGIVMDESISINFCMPQEKNQGICALALTNYLCTRHNQFVELVYERLLLRGGNMQRIEDRKSV
VTTNFFSTAHALSYSLQDKFSPYVAKNCVTFTDDGRIVYDFENAEQYLLDVFFTGKPLVKQMVRMVQYRDDEGAVNTHLF
RQKVTQVALSREEQKKILSELGSPAAANKCMRLLETCISFLQATGGSLVQKLDVADLKISDYVKDVLLMDDVIFGSETVK
RNMKLKHIDGLFKILRGYTVADVFEAVRPKYKDSLDQKATSIVKDSLRKLNLEVLLPAMQEAIIQYLSEGNMSADGPIHE
FLGYMEHDDVYFNDMSWFQHFPKMLLMKNICDVYKVFEDNYSAT*                                   
>Bnat_69862                                                                     
MTTPSAQWVPHFPSLDSRSPSPPDLGMDAIYAMNDAKQMLNYEHTIEDERLTNDIYIHFQTLMMMKNKIQTGIEAGKLYN
LMLNEVTNCSITQRPVKNPLLDPTSGTSYEKAAIERWVSDRSETSPVTRQRLTIADLRPNIMLRDVVQRMHQVTYSMIQA
IRHIGRFIRHDRQNNKDEQKLGIEWDQKMNISPVSTSSNEVDVKEGPKGQETTRFETEVKTNHKNLLKTMLYGTSCSVLL
RADLIRSLQTAMDTCCSLPSHSMLQNIKRVFDMHIGATEAYTVVWKREDVEVESTDDTKTQERTLVTNLRLTLRRRRFED
STAFTKGRIVLYLMGECLRIDMSMDQFCRLCGLRFGHIYGAQPGKNDFIRNPAIAAEEFGSMSNTPCGSIDTQTTHACMD
TKHTRMVFDRKQMHRRDTLCGCKCSDTLPPGRMRYALPGLSGCIQTRYNDYQMFAPCLTARVIPVTQMSTAMWFRNPTFD
RNCNSPTPQTSSPKTMETLRHLLSEADTEPFVEMRVRTNQENDIMQKKHLINNHNMYNPKHPVAAGLGGFGNDAAHSIYD
VGSGLASLGYQLGKYSLNSLGDAAYGARRRHCENLFRDMTLEQFKQLKERQKAQSSYMPSVPSFTSMLSLGPIDAVVAGS
QNAQSQIANMSKAEAAANAQKAQREEKNKAAMKKAVAQGAGKDMKIKSIVPMSTPMSRSMSTPKPPPIPTQQAVKQKITF
VYEDPYGVPFKRRWTS*                                                               
>Bnat_28136                                                                     
VPHAFCCPIGMEIMEDPVITVVGQTYERRNIEKWFKSSSACKDPVTGLEMWSPMLIPNLSLKQVIRSW            
>Bnat_45222                                                                     



MDEDGALPSFCCPISSTLMVDPHINVVGQTYEKKEIELWYKQRLTDPNTNQTVSSSSLIPNHALKAVIREWR        
>Bnat_83793                                                                     
MYVLATVAAGHIHFIKEWTSALKKVRGVILQDLTTPPAPSIPAPQPPPSQRKISSIDAPDEFVCPITCELMHNPVSIDKK
GQFNFERVAIEMWLEKGSDLNPLTGQPMPGQLLKKEGGGKDNLQPNMELKEKIERWITKMHLKRLGISRKDLWRKLSARE
KERRAMMQQSSLAKAKKSGKPKPDDEGEGKQAENAVMMTVGAEIFVAKESKGTAQSEAVLVAEWRIPNYKDATTYDVIAI
CKSSDSPTEMSLFYAHNLSANPTGQVTIRHQLPTGGEYVLRYIGANKQVLAQSKPFTT*                     
>Bnat_53060                                                                     
MITAIATTVNNYLNKDDRVNAVVPDAFLCPVTHRLMEHPYMTMAGQTYEWEAIHNWVHAEGKRTDPLSRQELQNSTLIPN
HALRSQIQEWIQNHPKAAAEVRNLEARKPSPAYSSAASVSIDTTQRTTRDGKGLESALKFKSSSKALKHSKTLSLHHQIS
AEGHVYDFKEGKTNTGKWCRFVRCDGGNWMQAPKPMLFASKHGVIFYDPNEMIDTMSLTDY                   
>Bnat_71419                                                                     
MLRLLLLLLLLLLLLTSAKTQLICAFTHAERRFTISREASAALKEDDDPGDDLPKPGKAEKVSSAPKTTKKAIAAVVNSD
VKPKQSKTVGVAKKDSKAKKSKSKPTQKKQKQKQQPQNKAPPSRRSTRSSRSTTAVATSSKNKKVEMEVDEDDDAMEEDI
EREGKAAKKTSEGVGNNVSDEAEKLFKKLDADGSGQISLEEFREGMKQLKGNSSHESKGEVEIPEDFECPLTMEVMVDPV
INENGNTFERDAIEEWNKMHDTDPLSNEHVKAKSLVPNRALAKSIEKFCRKHKIPVPSKPKPSMGGNGETKKTNQKRKRE
DDEEEEAEDEEVLLPITGKKKTTKKKGSEDSGRSKKKKAKVAGSKASAASSSSSSAGGFSSSSSSSSKKKKKTVKKKKTV
AGSGAIWAWKSDLYADDDHDWAWTSSLKVLKHSPSPTPQPYDAKTCAKIEAKYKEDPNQSFELDPTYSIDLQDSWQYRTT
ETHRRRPIRRRKGVVGRNEGRREEKAMPIRKKWNKKNKKNKFWKSDLDLEDADAAAWTQYPDKESKKIEKKYQEGKSKFK
INGRYSVDLDEHIQHQTNDKNKQRSIKRHPAADGWDEDDEEDSGDDDEHQFSEDDDEEYEDDGGDDDDDDEYQEEEEEES
D*                                                                              
>Bnat_143771                                                                    
MTNTHINSLGQTYDYKSIKKWFEIGKKTDPLTSQKLSDLRLVPNIAIRSLILDWIERRKKRRKQIKTLERKKNEILQRNK
LEAERIKLLQRLRRNAGTQTVRKSTKFSPKSRANFTNVFQVHNTNQLSALSLSRKDADLDLRKGGRPSRNMLSGLERSMP
IVNLPKGDDVKFGSQLFESCLSPLSATSAVHSIQSLHRHKPSRPTGSIGRGTSNQSFPRTSDDESIDSLLEIRRRRKLSR
ESRNNCRNKFATMNFAARTYSDQAEDVERTVAKVHHIMCSSPLFESL*                                
>Bnat_128183                                                                    
MTDPVLDPTSGMSFERKAIEKWLDSNSVSPISRKTLKKSDLIPNHGLRDTITDSLKAKGGGSSSEQNDGKDGNPQKKAAE
LKDAKLDLSVHGWNAEETKSTDSLDVSGSMSKEATAQGEEGKKESQGMSQLDIVVHAMRTIIAACGDDDILSIVTYSTCA
STDLPPMKMTKQGKKAAGKALDNMSPNGQTNLWGGLKMGLDVLETIRDSRNSQSLA*                       
>Bnat_128491                                                                    
MHSMGVPPEFICPISHEIMKEPTFNETGNSYERKSIENWYKRSRTDPLTRKLVDPQRLVTNRALKSRIEGFLKERVKKKA
AYVIIGKSGSGKSTLINEIGCVLGNEEEDIAKTSTKLQEGCTEEVTTYELEICPDKKDSSSKLHVTLIDTMGFPDPHPKM
DTVIERYDQVIEACNEKIHGIIWVLRESRTEYDPKTLRALMREFTFAKCPIYLLYNNSEFLGRTDDKKAENIKTLIASVD
KCMQDMDLHNVQGPYLSHERGDLSKRFLDILKDPVIPTKSEMITYSKTLKKYEELLEKKDDTLMKQEATKALKKGLSARL
CAAEKSLKQCKIREKWVTGCSIAFLSPISLFPIVGSIIGGVGFIATNVWAAWYFGGKEATLESTIEKLRHKIEHLQDEDP
SEVLAACTEWKERLEILRKVLLKRVDDGSGNCEVGFGGSDNKGGGDGRGGGGGDNPFGNPGNNPFVNPTASGGNQGLFEI
DKKGGEGDDEFSMFNVGTKPKTRSRRRRKFLRARRRL*                                          
>Bnat_28138                                                                     
VPIEFKCPISGEVMKNPSVNVVGQTYDMASIKEWYSRGNLTDPLTGKLVKSTKIFPNLALKSQILRW             
>Bnat_40874                                                                     
MESKDGEFKDVLSDFRCPISHELMKNPTVNEIGHTYEFESIMEWYALGHRTDPLTQRTVQNLQLLIPNHNLRSKIQEW  
>Bnat_40867                                                                     
MKVPPEYRCPISHEIMKEPTMNETGNSYERKSIEDWYKRNRTDPLTSKPVDPQRLVLNRALKSRIEGFLEE         
>Bnat_87340                                                                     
MLAARFPTSLPEWENHVFSAVLSVTLDLKEESGSHHHAVADSSDPLAGKCKRVLLKEMATECEEAGEKALLTSDSIDAAI
IERLNLPFPNNDTAFGYLARSYIRIEDWKKKAAAANASSGDKEAAESHEKSLETLRKSVLSYAGLVLLPTDMLEEKQHQR
CQRQAFRLLSQVPGSPEGLPQRFLAAMVAEMDKETLPDAFDPLIVFCIANPRNISLNNCSSPLMFLQNITRVKGLAAVVV
NHPQFNPKGVTNGMQLQMAMILGPYLGLTTNGKDPRFSDNPHQRSQAVTEMRNKIAALQESIVRDPPMIIELGAAQDALR
PGEGAVMLTNSMPFIVSKKDRVKSVNPTSSLGALKRTKLCEEFFASLIGVVGFLLGSEGDRINYSLCTRFHATRSEMDDL
AKELLEKEAEAERKKAMKTAAADDVKVSSSGKATIEQIRVNNSSSSGSNSNGDDAKNDDATSEAPAGTKTKKKKKKKFSL
VTEMFFLTMETLQLGYAVQCSGYSATFNLVNLSRYGWAARWMLHMKNQGPEGCRVLAALPEYFASDMANLYILMNRFEPI
MLRSQPMEDVMRVVMTLMDSSMLKNASLRGQLPDVLNLALPVASIPSPEHMLVTQQCFTKTLIPRLLGLYVEIEFGENQF
YNKFHTRYTISQILKFLWQHPVYHESLRSYDRTKMIRFVNMLCNDAVWLLDEALKHLEDIRVEQKAMSTLEFKRQNSFVR
HRREAQFLQLQRMTRSQMNLAHASIQMIGYMSQAYKEPFLSSDLVERVAEMINYYINKFNGPRVISLKVKEPKKFGFRPK
ILMREIIRIFLVFAEDQAFLKATASDERSYDTSVFAKAAANFERKEVLNDSEMRKFKAVLGKLEGLANEMKNEDELLSDA
PQKFLDPIMSTIMKDPVMLPESKVIVDRSVIKRHLLNSTTDPFNRSKLEVADLVDMPDLKKEIEEFIQGRRRDAAAAAAA
AAEGKRNKGELGGSSEKKKE*                                                           
>Bnat_32750                                                                     
PQELYCSLSAELFEDPVITDDGHTYEREMIEDWFRRGNKTSPQTNEPLKSTKLRPNHVVRALCEPW              
>Bnat_45060                                                                     
MENDEQFENVPPHFVCPITQEIVKNPNVNEVGQTHECESIVEWFAMGHRTDPLTRKEIKNVRLLTPNQVLKAQMLEWKQS
>Bnat_28107                                                                     



PSAFLCPISQVVMKDPHINVVGQTYEKDAIERWYKNSSLDPMTNQRVESKNLIPNCLLKSQV                  
>Bnat_74743                                                                     
MCADNPWDDNGSRKASPLELVLRQLYKCKATFAAVFRKVLRASHVGVFWWKLFDLATVILKREDKSVVESRAGQGSLEKL
SALLIESSDVWQSIRDSEDFRDNQVRLGNLECSIYELLEIVRDAISRKRPTVLIDGCIGMTREFWPASLDLFAEALCVNA
LLNQPSHIVVPSEHVLAEMLANVGEWPSEEKGEDEMPKNLTPEVWDLILERYGPFERLIPNLESVCTTNGRIHVWLTKYV
IMEVVLMLMLMLMLILILVLVRWLGKISKGGGASAAPRRIYLDATTRYSSGGGKARLGMAFVLVYKNANHGIDHTPILRE
AKGSREYYVQGERNRTFPTVRALAADVCQRMGWYSTGYVLKEAMDGWIKYGSEISLHQDRSNKGKLELILGFFPDVKKDP
TCPLIPGQQNSADSSSSYEAKSSSSNGSSKENIEGEILGWLDGNGSIQSVTKHLVKTLDMGSTQKEKKANTLLGTTLTQI
HLHMLKQAQDLQDLRSKVKELREKVDVYEGKPSAIAKCTDDITSSALRSLRPVFCLCFHENHAQQLKDLLKMEKMFDSSS
QKLRKAIEGLYAKTLTFPNEFLCPLTHEVLRDPVITKDGHTYERAAIELWLQRHDTSPLTNMVVLRTKEKHNLFIDDRLD
DKVLTPNISLRNSILAFTEKHKAMNSNIGLDDDVLDDVKSQ*                                      
>Bnat_89621                                                                     
MACSISGEIATDPVVSLKSGHLFERRLIEKQINATGRCPITDQDLTKEDLLSVKTHTNQKATGIKPRLTATAGIPGMIKS
FQDEWDAVMLETYTLKKHLFDVRQELAYALYQKDAASRVIARLIKERDQARAALSDVQSNMAAAVGKSGGTAMEEEDDAG
ISQAIIQKMVKTQKKLSKARKPKVKGLQLSVAPSDKLASYEVLSSHPLHSSSRPGIMCLDVHPKNQEFIMTGGADHNAII
FNRSTKKIVDTLKYHKKKITSVLFHPSQNVVFTTSSDNTGAIWTPDAKSKYQVGSVLKEHTGDVVGSTLHPSGDYLVTGS
ADSSWCFWDIESSACKAKVATPEHGGYSKVTFHPDGLILAAASADKAVRIFDVKTQKNVANVEDHNATITGLAFSENGYY
LGSADTSGVVKMWDLRKLKNFHTIELGHALHDLTFDLSGTYMLTAGKDIQVYNVKGFSLVKTFSDHKKDVTGARFAKDAA
FIASTSKDRNLKIFGK*                                                               
>Bnat_142599                                                                    
MATKIEGYRCAITQLIMENPAVAADGFCYEWNEIERWLRTHDRSPMTNMALPHKFLNPNRSLKTQIQEYLAKHPELYSKG
EVYISQEQQLRFRAELLDLVRKDDIKGLPLRLIKANVAAPYNTSYFDEDDIKNGEDEGRETGLTHPSPAQNDRLLHFAAR
CGAVKTVSYLLEQRASLAVQNVYAETPLHSVLRGTTDDDLALVLTTLKDKRLPSAHTTDIWEDSSSSPKKQSIIQKEGDI
DLEEDDASFSKINDISLKNHLGREEEQNGEGETKQDLASTADTISSAAGRKMASDMYPILAPPQRHQDAPSAPPLLVPAF
SDYGNDSEGNEKDSTKDNVPLSPPSRNPFHQPFSDLYSSSSSKLVLSEVSPISVSAMLLNAKDNSGLTVLHLAAKSTFKH
KRQQLSGCTALHLSVEAGNKHAVEMLLESNSDPSARNREGRTAFDVCKGVGGVDEEWFQEAVLRVRKARLEKSGGSDAAT
MILELKRVHVAVIIAHTFVAPKAIQRIRCLEIGHADLYRDNQRLKTSIVIAQNTIRRAQPREQKRIQSAERRFQKALRAS
KDRVRLTQGGGVSFKRDGKEKDPVAAYKGFKQAAADGHTRSMYHLAICYENGFGIRKDMSKAFKWYEMAALQGNFRAQTE
VGYFYRHGIGVKRDDFMAVEWYNNRDNNEEDDDGCDDDMMMMLRYTRAAEAGHSVAQYNLGLRFLDGKGLREPNREKAVY
WLKRAALQKDKDACKKLLKMGIVIS*                                                      
>Ehux_94838                                                                     
MSDPVMAADGHAYERTAIERWLATKSTSPMTGGELEHMDGPLPAPHAAPDASRKQVVRRFMGVAPSGARAKIAAWIVGGS
PLYTEVIARQGFDAVVVDQQHGTGEVVPLLQAIDAARDAAGNAPLAVVRIEELSDGAIAKALDAGAAALICPMINSVEEC
EAFVRATKFPPAGHRSYGPHRAALGWEGSRGDWTRASNTCVQSALEDLDAILSVDGLSGIFVGPNDLGLALGHDPTDSPE
GEVLEAAAIFCADPATARRMADEGFDLVVAGIDLGWAASGAASALAGVRGAS*                           
>Ehux_60187                                                                     
LQCPLSFEVMTDPVMNAAGQTYERAAIEKWFARGKRTDPMSGAVLEHTDTRLVPNVLVRGM                   
>Ehux_447692                                                                    
MAALLADDHDILSNVLRVSLPGVGVAGGDAAKAAASGTPLVPLPDLAQELITEAAGAPDPAAHWADLAARKSLFDRALVG
RLSAGTSAPIIDYLVATYRRNGALRSKKPRVDEALAEILGYVSELCVSYTAIAALNPTMFPQPPAAEQEGVLRLLTALRS
DDASTALPEKFLSKLVERMQEDGTLGEFAAPLFDKLAEEAATLSLLNPFAPTYRALLTLVREKPLGAAFAASGKFLPAGV
KNGAALERSSLLGPFLAPSCFFPANSRVLSECFTELAQPQARENSFSSLRLALQMEPLLRLLAAFCTANADRAKQMFPFD
EGDRVSTVSADGTVVNVCAVLLTLCDGFTAPGHPAAAKIDTTYARAVVDDLKRAQLSYEAQLLDPQLLAMATRYYRLVAR
WLVGEARPPAEGLPLGASDVAAFLEHVFKLAPQYAFQQTGVDELRDFVTMMVTFLASPAYVRNPHLRAKFIHFLQQLGSR
APNERLTLVFAAHPLAQRHLAPALMNFFVDIEPLDIYVKPQYRAKTMAILDYFWTQPDYRAAIVGFASTTATGEDTNPRF
VRFVNMLINDSIYSMDEALEKLIGIKKMQIEMEAPAWQQQPQRTRGEREAAHRQNEGHAGWFMKFCNDVMHMINYLSTDP
DVCRTFLLPELCPRMASMLNHFLKQLVGPTCAELKVRDPEKYNFQPKTLLLKICTVLTRFAQHAEFTAAVVKDTRSYNPD
NIRKATPRPRQRPAPQQLEALEAFLSRCESAKQEEVDAEAELGDIPDEFLDPITFEIMEDPVTMPTSGTVIDRPTIARHL
LTDETDPFNRAKLTLEMLVPADDLKARILAFRASKRKAIAGASADGGQPMELG*                          
>Ehux_60230                                                                     
PELLEQLQCPLSFEIMTDPVMNAAGQTYERSAIEAWFFRGKRTDPMTGIVLEHTHLVPNVFARSM               
>Ehux_195664                                                                    
MCSSCEFSDLGKNRQFFGGGQQGPEIKRHFWFRGFATNIEIRPILRYPFCTTFGFLVQIDLWILKAHARAQQVRSEAAET
LRAQASERAAAGRRLKQEREAAARREAALKAEAGRVLEGRDEAEAARRTAEEAASAAWPWGGGRGGVRLLTARSCEQALV
AAEEARLTAEKVLAKEVAKAEASHAGVLEISRARLMANDKLRTEASQARKSAKEQQAAAEVAERDASASRAKVAQLQGEE
LEHLSGAGQLEALLDENISALSRIQKARLARLATVPDDFKCCITLEIMTDPVMAADGHSYERSEIERWLAIKSTSPLTRE
ALEHTHTFPNHALRGRIQDWQARSLGI*                                                    
>Ehux_61213                                                                     
EGEEEPPDDFVCPITTELMSDPVMAADGHAYERSAIERWLATKSTSPLTGGALEHPYLTPNHMLRRQIRDWEARQGHRGL
CGVSAAEE*                                                                       
>Ehux_61507                                                                     
EPPDDFICPITTEIMSDPVVAADGQSYERSAIERWLATKSTSPLTSAELESKGLFPNHSLRRMIRLWQEQR*        



>Ehux_196574                                                                    
MRPGDPMVVRTPTGQDYMAVIPQGVGPVSQFQTILPRSGGTTSGVAAAIGGGDGDGQPHPAVPAGHHVMLVDEPEVAEEE
AVELAAALEDSMRLDNQAKGAPKEQGAPSSSAEVAPALKEEEPPADFICPITTEVMAEPVMAADGHSYERRQIERWLTTK
STSPLTGGELEHLFLTPNHSLRRMIREWQEAQR*                                              
>Ehux_196921                                                                    
MRRRRGGSPSAAEAPAPKEEEPPADFICPITTEIMVEPVVAADGQSYERTAIERWLATKSTSPLTGGELEHSILIPNHNL
RRAIREWQEARTAL*                                                                 
>Ehux_196929                                                                    
MPPRKRAAADTATREENTRFRSAIDEMAEELVCPITQELPVDPVTAEDGRVYERSAIEAHIRGRSAEALKSPITNEPMGA
RLLPAVQVRNNIERMVKSGAIGGDKAAAWQKRIKDGKMVAETRRKAEGGDSGAMTQIGYWYRDGQKGLAVDPKQAFEWFE
RAAELDEPDPLIKCARALLGGKGVARDTARGLLLLGTACGLGSEHACYLSGWGHRHEKWGLKKDDKQTARWFRKMQGCST
TDTSQACRDDAAKWLREHPSA*                                                          
>Ehux_198359                                                                    
MPPPAKSPAAEARAVVAASLSATSQLSAAVSKLDAKACKAFVSDPCGLRLLTAQLHAGGKSQAASDAACALWHLQDTCAE
LDYDIGDEIAEVGAIEPLVHMLSAASDSAAAENAGAVLNRLTVYRSGEDVGTLRGCGALQALLGLLRRGVRLLKRGSEAR
AVTEAVGTLANLIETSSMREAVSDPEEGAVTEAEATGFVKDVVDLLRHGRNWAVLHSLKALYYLTTFDARFTDRTLRAVV
EAGAIDAILNLLRNWDSDSEDWGEFWQLHVYVELAEDAVGDGKYVDAVDLAVSVLDTLSDPANNDCTVSGRPIPHLVLAT
LGVPLRDLVPVFESSARAARVWLKLISRSCTVHAQELADAETADELRSALDRGRGAGADLLAPEPYRRGRERLEALEKAE
KRRERCETLGLRAVLTPDEFLCPISKGVMRDPVVASDGHTYERVEISRVLQIYPSRSPLTRERLEPHLYPNRALLARIAN
HEAEVIDGLEEAMQLGAASAQAASPPSEHGAVAPSGGRKRRTAASPGTRSAQKKGCRPKKAASRSGE*            
>Ehux_198538                                                                    
MHPVVRMMFGSVMGMIAFGRAFGGALGGRDALGDHAAVGVRTQTCCAAQESPPAPLRTQICCAAPIQPANCTEHQTDNTP
DSAADPVPHLPRLLLARKSYGLYVYCGLWMQPRSTLLELVLFDRSLLSELAANILGTTQLSDLSATLLGDASADESESAA
LPTWLMRTAFLFCIVISPLHFVIGLNVAGENPWWRDDPCLLLLVFIVGFEHICADLNWLCGLIQRRDPAAMARDALQRNR
PRLLPLPGVQLAYLIFSQGFFHVFFFFPVHMVAGWRAIARLFPARLPAPDAENIADMIADGLQLIQRGMAMLGWIVGIDI
RVAPVPAAPKHWPAALVLPDSLDSLDVPPGFVCPITHSIMTTPACTPTGESFEFSALAEWVSKSGSHPTNPSKPLSLDQL
CPNLFLRSEIEQFVQDHVQAAVRP*                                                       
>Ehux_62203                                                                     
MRDPVACADGHSYERVNIERWLATNNTSPRTGAQLPNNALIPNHALRNSIEEWLSANFKLVPRSAVHFDGESFIARGSFK
TVYRGTLQGRSEPIAVLRMRMGGSCEEEAAKLVKLGRHSALVRYLGICTEGPDQLLLTELAPHGSLNMFLEAHEDAVTLP
HKLKVLEQTCAGMIALSGAGMVHRDLAMRNLLVFAFDAIDPAATVIKITDFGLAVDRHYQTHATVQGEDVPFRWMPPEAL
RRRRFSEKSDVWAFGVTAWELLTGGDMPYAFIGSNEAVAERVCGGERLKRPNGCPDELWALIQRTWAAAPAERPTFMELA
GELTRM                                                                          
>Ehux_199011                                                                    
MWDQCGIAPIDSSELRLTTDREGRQVGQHRSHIVAAVSSAWLIARAAASGSQGRIVSSLSPGRPRADVGLSAVWSDLSAE
PEDEAALAAREDAELAAALEESARLEVGATRAAGDQVRVAEGASSPAAEAPPEGEEEPPDDFICPITTEVMSDPVMAADG
HAYERSAIERWLATKSTSPLTGGALEHPYLTPNHMLRRQIRDWEGARKAV*                             
>Ehux_62581                                                                     
EPPADFICPITTEVMSDPVMAADGHAYERSAIERWLATKSTSPMTGGELEHMGLSPHHMLRRMIREWRAAHPAR*     
>Ehux_97718                                                                     
MPGLMQMPGLMPRPMPAGLPAPVPNPMVLMMYQQQMAMHAHIQNLATQAAAARAAATAAGVMPRAQLDPAALAAVHAAQA
QQVAQLKAQQAAQAQAAQAAQAMQAAQVQAQAQARAQAQAQAQAAAHAQAAAQAQAQAQAQAQAQAQAQAQAQAQAQAQA
QAQAQAQAQAQAQAQAQAAAATVAPPLADEWTEAADSSGRPYFVNRRTGESAWARPARELGGWAQYKSADGRLYYTQPAT
GVPDEFSAAEAKLATRLTKLARQKGRDGSHAPPEDDFFSVGAKADAEARAEAERRGREGAAPGASTEDSGTAAAAAAASG
AGETEEGAGADGSGANGGGETAAGEGAAAAEEEEEEAAARAAASAPESQLPDAPTADEEEAAAAADAAAAAANAAAAAAD
AEAAAALEAEAEARGPSKRARRRQRQKEADERHGSGRARGDAEQQAPLSLAEVDDPAAAFTALLTEKLRAAVEADHRKAS
SGRRRCAVKSMAQRRALFGEWQHEMGSADSELRQRLRRERKEARREARRAFAEMLRASDELGPRPSFSAARTLYGDDPRW
RALERQERDEAWDEASFHELLAGLGLAGDEAWSDALAEPERRAAFAAFAAARALEAAEVAASRARHGFEQHLSSLQKRGL
LRRACRWREAPDEVGWRTGGAAEVKEDERYRQLKERCRELAEAKQSKLSEEPHHPGAVFDGFVAKLRQAYPAHLARASEL
AGRCSTLCAADSLPDFVAKLAAWEEAEERRDGAGEEGGGGNGNGEKTSDAHADAAPPPPRAAELLHEAVAAAHELTVARL
GGGEGAGGGGGGEADADAAEDDGAADGAAEEEEARGKKKRRKKHRKRDHKEDDAKADEPSRSRSRSRSRRRHSKKKRRAA
QSALREASPSRRPETALTTPPDDAAFRASAAGSRSVSPLQRLRVRAASRSSPLAPRPVRLAPARAAVTPDKGIFKKLSPK
TVAAGYEAAGRLQRSRLLEARLLEARAPECLLRPLCNISLELPTDPVVACDGHVYERSAISEWIGRSAVLGADPVSPVSG
ERMASGPLATSFQTRERIEDLVRIASRGPAADSPLENSPLEKRWLARQQADAEAAEAARILQNVTGAAALGRLGPRSHHC
*                                                                               
>Ehux_97936                                                                     
MENGNLPEAGREVEEAEKEAGRAKEQSKKGKKKKKKGRGGGGGAGPSQEPEDEAEEAGEGEAAAAVEEAELAAALEESAR
LEGARPVVEERTLVAATEGGSPSAAEAPAPKEEEEPPADFICPITTEIMVEPVVAADGQSYERTAIERWLATKSTSPLTG
GELEHSILIPNHNLRRTIREWQEARASL*                                                   
>Ehux_200633                                                                    
MRVADEATLAAEEEEELAAALEESARLEEGRRAAVEKPPEPPGEKEPPTDFVCPITTEIMSDPVMAADGHAYERYAIERW
LATKSTSPMTGEELGNTGLFPSHILRRMIREWQRAQPPGQVE*                                     



>Ehux_60219                                                                     
PELLAQLQCPLSLEIMTDPVMNASGQTYERSAIEKWYSMGKRTDPMTGVVLEHTNLVPNVALRSM               
>Ehux_434239                                                                    
MIDSKMIAAAVILQRTARLRRRPKETALVRAQTAVIPLERKLVPFRGRPSAAVTVLIVGIVSLMIGLDLPRIWGGATGPM
VHLTVKSVHAGTSLPIAAPIGSSVSNVLEIIQRAGAGDPDLHTLVGSDGRRLGSHSRVTMPATMHLVLRPVAPVPLPSNT
IATRTEEGDRVRTFGELGTLYARCGGIMGVASFVDRCMDKWMADPTLNANARVVSWHARSQRCGFKFLVTQLLGYLTGGP
QRYTGKSMALAHKHLAITAGEWDAFMGTFYEVTEEFNLPSSDVEDLQAVLLSMRDDCVAEGTAADAHPAGATKTGGSFWF
GSASLYERLGGLYPIALFVDRLIDALLADPRVAIPVDGQRRNEASMKYLFTEVVCAIVGGPELVTSLAFAETRLLLPARQ
MFFLLEAAKDASDHFHSSKLRAELLQALHQASADYIVDQRTTSPPSQRHSERAVKIEALSALAGVPLIYIPKGGVVRITF
DASPAQLEQVAAGLADMGLKTVDRTKVKTASDAANGNLLSSAVIAARHAAPGAFVAARRRCFGDPRTLYGRTGGVFGLAT
LADALMEAWMAEPTLNANTLVTRWHTSQQRAGFKFLVTQILGYLSGGPQRYTGRPMDVAHKHLGITAGEWDAFLATAKTV
LTAEAALTPELREELLEILTPFAQQVVSPEGAELPPDPQLSTTHPDGNSLFAEAGGVYPLARFADLLVERVLADELVLPL
SKRAGGKLSRAGLKYLLTELLCNAAGGAEIVTSKGFDDAKLGVNDWRRFLSAARETAARVWNDKHVSGAVLAELEGAQAE
LIVGLEASDGGGEGAAARQKMREAGFGHVEITAALQKAKGDGVEALDLLVRGWKPVRSQTGGAQAGGCPFSRGGGAGATA
SPHRGVPGSGANPGGARRAGGRVLGSPLQARLDLLLTEDTDLSCPITLLLFQQPVVASDGGIYERAAVAKLTQLGGLSPI
THRPLSPELSPAEDVKMRATAFMSVRALDLLQFAQEAHTADAYVMAVQAAERAKEYVAALDSEDRDPALVRKLRETWRAL
GRSPPPVDQLDPYERVAAVLDRQVAQAKAEAEAAAEEAAAEEAASSFRAPVRKSIVFTIDASYSMNQLLGRNQGDHHQLT
RMDSARANLLMILDEHIEDGDTISVITFADDVRTDVPATVVTPHNRLRLRGKAERACRARGATAFYDSLVASAKMLDQHP
TIDEGEPRWIIALTDGEDNRSKKSVHETVRVLRRSKSAPDLLVVGVQLHENTKPFMMALAATTDNSKFIDASGGIESLND
AFEEVAELIAE*                                                                    
>Ehux_203844                                                                    
MAKYLPSRFKGQHPNFAARRLFVLAVLATPSHAASRPRTRRGGALIDTRNRADFHINGSSSSLAAERPPSVEEEEPPADF
ICPITTEVMSDPVMAADGHAYERSAIERWLATKSTSPMTGEELQHTCLANHHMLRRMIREWGETHSARSRE*        
>Ehux_204711                                                                    
MSDPVMAADGHSYERTAIERWLATKSTSPLTGGELDHTCIFPNHSLRRMIREWQKAQAVECTELSASPSSRESLRRLQWC
ACVSASARQSRAQ*                                                                  
>Ehux_205077                                                                    
MPRRCWPPSVEEEEPPDDFVCPITTEVMSDPVMAADGHAYERTAIERWLATKSTSPLTGGELEHSILVPSHMLRRMIRDW
EGARKAA*                                                                        
>Ehux_100319                                                                    
MPDLTAAELSIPAEQHPDPAKPLVIPVDSTVVGSTLRFIPWSVVGNPAFLQLPPPPPGMQPSWVQIPQWVAISALLPFSE
PEPAVATHFDRLSVLRLAVLAAAWRRILGALSDLGVFSTVHVDEDAFRTVCIQALHSRQIPVPELYLQWGDLGYSEAITP
LGPAPSAEAKAVDFLQYATVGALCDPTADVPFAALSDTTRCLGPVFTAAARVDPMGSAVVGAASLAAAAGSTGGGGGGVA
AALEESARLEEERRAAEEQVSSSLAAERPPLVDEPLVDEEEPPADFICLITTEVMGDPVMAADGHAYERTAISRRAR*  
>Ehux_64467                                                                     
EEEEPPADFICPITTEVMRNPVMAADGHAYERSAIERWLATKSTSPMTGEELQHTCLADHHMLRRMIREWGETRSARHEV
VEHLSTG*                                                                        
>Ehux_60168                                                                     
PADFVCPITTEIMGDPVMAADGHAYERSAIERWLTTKLTSPMTGEALEQSCLFPNHILRRMIREWREAH           
>Ehux_206382                                                                    
AALAAGEEAELAAALEESARLEEERRAPDEQVSSSLAAERPPSVEEEEPPDDFICPITTEVMVDPVMAADGHSYERSAIE
RWLATKSTSPLTGEELEFTRLFPNHTLRRMIRQWQEAART*                                       
>Ehux_65238                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHTFLAPNHMVRRQIREWEEARA*       
>Ehux_101828                                                                    
MAGGREKESKKGKKKKKKGKGGGGGAGPSREPEDEAALAAGEEAELAAALEESARLEEERQAPDEQASSSLAAERPPSVE
EEEPPDDFVCPITTEVMSDPVMAADGHAYERTAIERWLATKSTSPLTGGELEHSILVPSHMLRRMIRDWEGARKAA*   
>Ehux_208374                                                                    
MQKCGYYPVMAADGHSYERKQIERWLATKSTSPMTGEALEHSFLTPNHALRGRIGEWREA*                   
>Ehux_450965                                                                    
MSDPVMAADGHAYERTAMKRWLATKSTSPMTGAELENTGLFPHHMLRRQIREWREARPGRSLKPEQRAVLEATFDLKTTP
DSFLTRRLAEECNLKPRQVQVWFQNRRQRLHKRKRPVNTTSPSAAEPPAKKAAAEPASSEPERSEPVESESVDSEADPCS
PALTFYTDDFGAELPLLWLDELDVGTACDDLGSETETTINSPAPQRLDAEPHAFAFGSGEHLSTAEMLSLLELTTEPLGR
*                                                                               
>Ehux_209083                                                                    
MRQRWRRERRRKRPPSVEEEEPPADFICPITTEVMVDPVMAADGHAYERTAIERWLATKSTSPLTGEALEFTRLFPSHIL
RRQIREWRGR*                                                                     
>Ehux_209151                                                                    
MFWARAKALATKIALCAPGTGSSATQFESERRRRLSTNHDEAALAAGEMAELAAALEESARLEEERRAPDEQASSSLAAE
RPLSVEEEEPPADFVCPITTEVMSDPVMAADGQSYERTAIERWLATKSTSPLTGEELEFTRLFPNHTLRRVIRQWQETAR
N*                                                                              
>Ehux_209217                                                                    



MSDPVMAADGHAYERTAIERWLATKSTSPMTGAELENTSLFPHHMLRRQIREWREDGSRLAGRTRLA*            
>Ehux_209699                                                                    
MNGKRALLDASASTPSLWLLLPAGLVRWSASKVKGYALWTSRSIIESAYERKQIERWLATKSTSPMTGEALEHIFLFPNQ
ALRGRIRDWQEAH*                                                                  
>Ehux_60131                                                                     
SAEPPDDFLCPITTEVMADPVMAADGQSYERSAIERWLTTKSTSPLTGEALEYTGLFPNHSLRRMIRAWQEA        
>Ehux_60202                                                                     
EVPPELQCPLSFDVMTDPVICASGQTYERSAIEKWFARGNRTDPMSGAVLEHTQLVPNVLVRSM                
>Ehux_66197                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHTFLAPNHMVRRQIRGWEEARA*       
>Ehux_66420                                                                     
MEPLQQAVAALTELVDEAAPPSTRPSDIPEAFLCPITFALMDDPVVMMDGMTYERRAIETWLSKGQTTSPLTGAELQSTV
LISQTTSCAARSGSIGRSNNN*                                                          
>Ehux_451757                                                                    
MIALPHEPVAAPLDDAEPDELTCPICYTMFRDPVIPTDEPRVYERDALLAFWRRRPLASFFGGESLASARMEPALHVREQ
VAAWLAAHPGHTPEGWTSREPGPTSSPAELDRLASEIAHLAAVRRAAEAAEAFAADEDRDPGGAGGEALLLLRAQATAVR
LRGATGHPARAAFTGRYVRRDDLPLLAGRFAFAKQGDPDKMLWFARNGFWHAGRAADLGRQTGFLIVADSAGAPEHIVGE
WQVAGPRGSGFVPAPGLRFGRDNSPKRRRSVARRWLGSYDRLDRVGGRHVYCRRGSSSRVLWFTAGFWHFGSQTAALFVA
DSAACPEARRAAAWGPSRPGTADRRTCA*                                                   
>Ehux_211895                                                                    
MSDPVMAADGHAYERTAIERWLATKSTSPMTGGELENTSLFPHHMLRRMIRDWDGARKAACDAGATYTTVRGSREGSTRR
PVSDTSYASK*                                                                     
>Ehux_212472                                                                    
MWSAKSSYAESEAAHFATFHVPHDQRESFFATYKVVVAASGCKISYVDKGGDLKLKLVGSHRERRIAAVYLFFRLCYDKP
RRSFVGFDASLLRDNSPPIAHVIRVPDQYNHAVVKESLHARNNGRIAIFDRCSEFGCLIDLTRLDKEREITILSARKVQR
DKMLTWITEVAESTMRRRTAPLVALGQAAPVAPAPSPAENATVRALVTMGYDAGRVLRAVASLSDKSNVEAALVEVERIA
GDAVESLMAAVGSKPDYKSELNQLAMATRRKVHYSTMPLADGSGHAVFLSTVIVAPEGSVSAAGKAAGKTLAEQAAARQA
LVELEKKLSISAARRDEPPDAFVCPITFEVMIDPVIASDGYTYERHAIVHWVHKKRKKTSPTTNADLESFGLIPNYNLRS
QISEWQQGKRA*                                                                    
>Ehux_66766                                                                     
EPPADFICPITTELMSDPVMAADGHSYERTAIERWLATKSTSPMTGGALVQSFLAPNHTLRRQIREWEEANAC*      
>Ehux_212771                                                                    
MAASIATPGGSARSSGYWIWKAANVQLLIEQHQHHPRTTGCCVLVDVSLLLIAEPEDEAALAAREDVELAAALEESARLE
VGATRAAGDQARVAEGASSPAAEAPLEGEEEPPDDFICPITTEVMSDPVMAADGHAYERSAIERWLATKSTSPLTGGALE
HSILVPNHMLRRQIRDWEGARKAV*                                                       
>Ehux_212962                                                                    
MSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVQSFLAPNHMAAKYASWALQCVKTCCKEAI*              
>Ehux_212969                                                                    
MPERRKSATTIEFMMKFREPEDEAALATGEEAELAAALEESARLEVGATRAAGDQARVAEGASSPAAEAPPEGGEEPPDD
FICPITTELMSDPVMAADGHAYERSAIERWLATKSTSPLTGGALEHPYLTPNHMLRRQIRDWEGARKAI*          
>Ehux_464796                                                                    
MLDLEAQKHVVDGKLRCWLDIDINDSRAAYQRAVNFVAAKNLAYSLTSNWLPELGGSELKRVKEQLYANDFEWSGRGRCA
VKMPPQRIYVEVWPEVAPLAVENFVALLLGNRGKGQESGCEMTYKGCHFHRCIKGFVAQGGDFVKNNGSGGECVFPGKKQ
GFKDDAAGLKVKLGERGMLAMGNSGKNTNTSQFFFTFGDVSRLTGKHVGFGQRDVDAPLREQLVGGAEVLAIMEQCAAPE
GDDSGRPAYPVVIADCGVCGVHEPEPMAWAPPAHLTAHAASSTRTVCAVDSTAAAERTESNAVLRARARYTRANGTVSRT
SQKQAAAAAAVAPTRPKTAAANAALPAAKAAADVAGASQWTKLKTAARTASSSASIPLAREPAVSAAGVAAVPTADSASS
EASGSGAGAAPAAARSIAPPAERAAAAVSASGARRRKSLPRRSDAAPPQYLCPVLGEVMTDPVTTCDGHTYEREAIEMWF
RTYAERYPLAASAPSPVTGAMLASTALVSNIALRQVIETWREGREGLGG*                              
>Ehux_422129                                                                    
MSSSAEDAKTLGNRAFAKGKYAAAVEAYTEAISLSPRPVYYTNRANAHMKRGAWRAAADDCASALALGSVATRERIKAHY
FLGRAHVELGEWQSGIEALATAHALCKEETVPFKDDIRSALLGARKRAWEAAAPAGGRAIKALRRELPSLGQSLGSEEER
AASLPDYLTCQICMDLLLDPVITPCGITYDRACLQRHLEARGSSGCDPVSGKPLSMSSVVPNLALREVLDRFLEERPWAY
QCMEC*                                                                          
>Ehux_104542                                                                    
MADPVAAALSRLNQTVEELGALAETYASSEAWPQAIASLISPLAAPATAAAAASALSYLSEPAGVAENSHNIIREAGGIP
PLVALLAGGAESVAAEDAAGALFNVAATSANKEAIREAGGIPPLVALLAGGVESGAAENAAAALWNMVIGCDVNSDAIRE
AGAIPQLVALLAGGVESKTAENAAGALLGLSRNDGAHAAIREAGAIPPLVAMLAGGAESKTAENAAGVLCNMASGNTATC
DAIREAGAIPQLVALLAVGTESGAAENAVGALANLAIDCDVNRDAIREAGGIPSLVALLAGGAASGVAETAADTLKEMEH
FDAVLSAVASAHADTAAFEDLHAALVNAATARLEAAEAGTDVAALERAIEQAAAVAVAAAALERARGRVAEINGEAERRA
RRESFGLGALPPPEEFNCPLTLEQMRDPVVASDGNSYERAAIERVLRGDGLSPLTRQPLERTLFPNRALKRRIEEYEERD
LQIAAMVVAATGERGEASGSAEPAPKRSRTRRSSQVT*                                          
>Ehux_214477                                                                    



MRGLGALPLLVSSLAADVHASAGLEMPRRARVRRSATHADQVDQQGERYEDQDFEGAIRVNTADTDGRSDHSEHCTAWAA
AGECDVNPDFMCAHPRQQMPTIPFAALALNLSARTHSLAFPALAPSLVEKWRRKVEWWAAVNSASTVSFISLTLCKRLSL
FIDRTSQKRASLEWEGTEEAVAPVGEAELGVTIRRNSEETWMDETVRLRVLVLAVDDEDDPSRQLQLGLDFLRVCSGEVY
LTTLEGYERRSVRGVSLLAHHPAGGAGVRSLGPRKFAFSVGVGTAEVALLPLPAAPLALRFKAEPPLETPTRSQATPPPA
RPDGGGGELPHEWAMLLTSLAPLVRQYEWLPATRLPETLLFASLVSLAVGMITWLVVCSSSKVLLVRPLQPTRQPVAAHR
RRHKPRRPRAVPPEPEWWLALAEFHADLEAAAREECLSFLCSITGEMMRHPAMIVVRGVASHSFEQVAIRHWLDDGGATN
PATGEELPRGGASVILNSQMQREIRSWCEARVAGWRRELEEAPCERERPAERPRVHIFVDDANIFGRTSQSLFSIAQLAA
CVERGRDVEERVVIGSGTSERARGLWEQQGYRVDTDPRPGRQRFVDEALHARLMQTATKSFGPPRTIALVTGDGNRNEGR
TSFPACIEIALKHGWRVELHTWRATMNRIYHQFEGEYGSFFRIHFLDTLLRAASR*                        
>Ehux_214595                                                                    
MQRLSVVLHTAVAWQTVNELACGDSGIVHGAKPPSVEEEEPPDDFVCPITTEVMSDPVMAADGHSYERTAIERWLATKST
SPLTGGELDHTCIFPNHSLRRMIREWQKAQ*                                                 
>Ehux_60204                                                                     
EVPPELQCPLSFEVMSDPVMNVAGQTYERSAIEKWFAMGHRTDPMSGAVLESTFLVPNVLVRGM                
>Ehux_214767                                                                    
MSDPVMAADGHAYERSAIERWLATKSTSPMTGEELQHTCLANHHMLRRMIREPLIAHHAKALGAARSQGPAASAPQQQAT
TAAAVLGLCSQPIMWWSLYTLKTTGCGLPAGPFGLLGAAEGISYLVVIGFVAAALLSKATSGSGLPAGPGGLLGAAEGLS
FLTAIAGLVVLGFQFQDYGYLPEAVPTHETILTALSGASTAALSHAATTVGGVNSAVTWYQL*                 
>Ehux_214768                                                                    
MGSLPDEERRAPDEQASSSLAAERPPSVEEEEPPADFICPITTEVMSDPVMAADGHAYERSAIERWLATKSTSPMTGEEL
QHTCLANHHMLRRMIREWGETHSAR*                                                      
>Ehux_357946                                                                    
MVSPERRWTPLVQAQRFPLCAQPSANDRANRIAAAGEQMARRAAAAGEEMVARAHARTAAFAAAVEEPAGVGPYTWRCDL
SRALPAFRAGEAEAAREAARVEAESAAAAAAEAVKPGSRSRLKLLRKLGRSLVGSVSEASHSAAAGVRAGVRGAAASVPR
RAARRRRASLPGRSHARRKSLPRRSDAAPPQYLCPVLGEVMTDPVTACDGHTYEREAIEMWFRTYAERYPLAASAPSPVT
GAMLASTALVSNIALRQVIETWREGREGLGG*                                                
>Ehux_215026                                                                    
MSDPVMAADGHAYERTAIERWLATKSTSPMTGAELENTSLFPHHMLRRQIREWREDGPLVALLRGAGWGGGKSRQGRQRG
ARRERKRWELDEGDDGCFGEHYGACGFDHPPSDDFLYGEDDGF*                                    
>Ehux_60190                                                                     
PADFICPITTEVMSDPVMAADGHSYERKQIERWLATKSTSPMTGETLQHTHTFPNHALRRQIREWQEAH           
>Ehux_215787                                                                    
MVTTVLCCVLSDPWGCRCASKHRRRLILVQAFLTVAALACVLTAALAGNSLHAHAVTSLPWVLWYVDDDAIYEYDVGSVN
ASHAPTFAARESSVVQEYMDVDATNISGKYSLGFRRACLDRDGRGTGDRADDNGCFTHDVMEDTFYAFNENHHSFHAAHT
LRLLKTLLEASSGRKVIIPELQGPEPLFVTHAYRARDGTNFACSPSTTSATAGVSWSWPATMANCTQVYSKERHSFEAGF
QGHHLYLYVRRSVTVPVNVTVPLEWYYPPQRMELRYTNDILDCDEASETLRVMAFCVAALLVSWLALQAVGYRRGTARTD
RGKKGLLVWSMAVPLIWAAAITIHYGLACSVEANWRGVISTSLGPGFYLFLSGLLLYVPCLVIELSIPAGRWAIIGDLKA
PPSEAAEQLRLQSRAPAPAAGECPPPLRRRFGESALQAWSGLVRRFATALPPLSADAEPRYYTAAVEGPRAGECSVETYS
LAQLRSMRGRGHLPADLPVFRVGSGGEWTTIAEEIAGQAGGGGEQGAAVEKEQRTRAASKIAGMIRGFLGRRQVRALRAG
LHEVAAASGSAVAASLGEAPAAREEEPPADFICPITTELMIDPVMAADGHAYERTAMERWLATKSTSPMTGEALEHTFLS
TIHVLRRQIREWQQARA*                                                              
>Ehux_67844                                                                     
EPPTDFICPITTEMMSDPVMAADGHSYERKQIERWLATKSTSPMTGEALEHIFLFPNHALRGRIREWREAHPGR*     
>Ehux_216504                                                                    
MSLSVEMAHLNPYAHLLMNIAGFGHKRSLPWIAEGAAFSAAEDAGGAQCVAGTAQGASEDVRDAIQREEALQQGAAANGV
SQSHVRVGELMEDPVINAAGQTYERAAIEKWIAKGKRTDPKSGTMLEHTHLLPNVAVRSMNCSVCLPAV*          
>Ehux_105678                                                                    
MPPRKRAADAVTEEDGKRFRSAIDEMAEEFVCPITQELPVDPVTAEDGRVYERSAIEAHIKGRSAEALKSPMTNEPMGPR
LFPAVQVRNNIERMIKSGAIGGDKAAAWKQRIEEEKVVAKTRTEAEGGDAVAMSSLGFWYRDGKHGLQVDQKQAFEWFER
AAELDDPRGLTACARILLEGRGVSVDTARGLVMLGQAIGQGSEQACYWMGRIHQRGCHGLKMDDKQVARWFRKMPGCSFK
NGSADSRDNATKWLREHPSA*                                                           
>Ehux_358694                                                                    
MPGGSGSNPMMQTYAVTVPPGVGPGQQFQASLDGQLTMVIVPHGSGPNSTLHVQIPARPSSVQKYAVTIPSGVSPNGRFQ
ANLGGQLVWLVCPANMGPGKQMLVDANTAASGKGQAKTWPPPIAVPQDMDGGDNVPDYFLCPITGCLMRQPAMTPDGVTY
DYDAIVEWLQTKQTDPSTNQPLTPDSLCPNRTVRSMIEDFIAKGPDFLFAK*                            
>Ehux_217020                                                                    
MYYPVMAADGHSYERSAIERWLATKSTSPLTGGELEHRILIPNHTLRRQIGEWHEAHVGRWFALARCHRVQ*        
>Ehux_68076                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGETLVHSFLAPNHTLRRQIREWEEARA*       
>Ehux_60225                                                                     
EPPADFICPITTEVMSDPVTAADGHSYERSAIERWLATKSTSPLTGEELEFTRLFPNHTLRRMIRQWQEA          
>Ehux_60170                                                                     



EPPDDFFCPITTEVMSEPVMAADGQSYERSAIERWLATKSTSPLTGEALENTGLFPNYSLRRMIRQWQE           
>Ehux_453113                                                                    
MVLCTSLVCAAAAEAVAAIPVVRGDTRRSEAELKAEEAEQAAALEENTRLEVEAKRTPEGYTSSSVEPSPPANEEEPPDQ
FVCPITTEVMSDPVMAADGQSYERLAIERWLATKQTSPLTGGELDHSFLVPNHLLRRQIREWQDARYAFMFFASAARHAA
LQ*                                                                             
>Ehux_68349                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHSFLAANHTLRRQIREWEEANAC*      
>Ehux_218022                                                                    
MTLGKRARERIGENRSPGRTEGGAPGPRTKQVSVFGRGVQSLTCIGSSAFSCCDSLTSVTLPAGLLSIEDGAFHRCSSLT
NVTVPTTAEIGDKAFEPTTTVVMSDPVMAADGHSYERKQIERWLATKSTSPR*                           
>Ehux_218134                                                                    
MCMPSVVLREEEPPADFICPITTELMIDPVMAADGHAYERTAMERWLATKSTSPMTGEALEHTFLSTIHVLRRQIREWQQ
ARA*                                                                            
>Ehux_438643                                                                    
MAELAAAADRNAEALLADEEAEKEAEQRAKERKAKKKKKKKGRGGGSGAGPSQEPQGEEAEAVAAAEGGAMAAAEEAELA
AALQKNARLEEKRRVAEEQPPQPEAPPREEEPPEPEAPSREEPPPPADFICPITTEVMSDPVMATDGHSYERKQIERWLA
TKSTSPMTGEALEHSILTPNHALRGRIREWQEAHHC*                                           
>Ehux_218819                                                                    
MHPVVRMMFGSVMGMIAFGLAFGGALGGRDALGDHTAVGVRTQTCCAAQESPPAPLRTQICCAAPIQPANCTEHQTDNTP
DSAADPVPHLPRLLLARKSYGLYVYCGLWMQPRSTLLELVLFDRSLLSELAANILGTTQLSDLSATLLGDASADESESAA
LPTWLMRTAFLFCIVISPLHFVIGLNVAGENPWWRDDPCLLLLVFIVGFEHICADLNWLCGLIQRRDPAAMARDALQRNR
PRLLPLPGVQLAYLIFSQGFFHVFFFFPVHMVAGWRAIARLFPARLPAPDAENIADMIADGLQLIQRGMAMLGWIVGIDI
RVAPVPAAPKHWPAALVLPGSLDSLDVPPGFVCPITHSIMTTPACTPTGESFEFSALAEWVSKSGSHPTNPSKPLSLDQL
CPNLFLRSEIEQFVQDHVQAAVRP*                                                       
>Ehux_219298                                                                    
MCTVDSFDEATSSARCAVSVSGGELQVWIKPENLLETLPDEFAHAAQEGRRAAEEQGPSSAAEAPAPREEEPPADFICPI
TTELMSDPVMAADGHSYERSAIKRWLATKSTSPMTGEALVHSFLAPNHTLRRQIREWQQAA*                  
>Ehux_219426                                                                    
MKPLQTTPPLAGVCAGGGFLYVLDNCAGHGWDAGRNAGISIIDVRSEMTQQPVVSSQDEFCVRVYNGAFHLVQQIAIATR
SRSPAAGNGVVGTGITVDGARMWVALSDLIESEANRGREMLAERPPSVEEEEPPDDFVCPITTEVMSDPVMAADGHSYER
TAIERWLATKSTSPLTGGELDHTCIFPNHSLRRMIREWQKAQ*                                     
>Ehux_68858                                                                     
EVPDEYTCPITHELMTDPVLATDGHTYERTAIERWLQRRATSPKSGLALESTMLFPNHILRRIILEWKEMR*        
>Ehux_68925                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHSFLAPNHTLRRQIREWEEANAC*      
>Ehux_69005                                                                     
MEEERRAAEERGSPSSAVALAAGEEEPPDEFGCPITTELMSDPVMAADGQSYERSAIERWLATKSTSPMTGEALEYTHTF
PNHLLRRQIRAWQEAHPGR*                                                            
>Ehux_220222                                                                    
MCIRAERPWERPSLGASSIDHAQPLTLAIDDPVFIADGHTYERRAIECWLDKKMASPKTGGE*                 
>Ehux_220284                                                                    
MRQHEYYFIVQRRLARHYCWLELLSRPTSVLAHDRRPLYASCAFLCRSQRGEGDEAAPPGARPVVEERTLVAATEGGSPS
AAEAPAAKEEEPPADFICPITTEIMVEPVVAADGQSYERTAIERWLATKSTSPLTGGELEHSILIPNHNLRRTIREWQEA
RTAL*                                                                           
>Ehux_69023                                                                     
EPPHDFVCPITTEVMSDPVMAADGHSYERSAIERWLASKSTSPLTGGELEHRILIPNHTLRRQIGEWHEAHAGR*     
>Ehux_60166                                                                     
EPPADFICPITTEIMSDPVMAADGHAYERTAIERWLATKSTSPMTGGELEHMGLSPHHMLRRMIREWREAH         
>Ehux_107434                                                                    
MQPDAQRQPDKFLELSPASLRRVGGVLTALLLLVGVLRLRASPLGVAGPHHIVLLFAAGNYASSASSALQLWSLLTKHQS
SAALSVQASRLAFGASLLRAVWSLTGHAFRASLISNLDVVLSVILSGALALALSPSVGPSLGVQPARLDEFPAFKAAGAA
AALSVLSMVFGLSGEGDEAAPPDASNSLRWVTLACAIYTQMLAVLPMRAALARAKRVEALTSHAVACLAVGAVFRVLMWL
LLMLEGEFHMLLAPRCPTLSDRHLRARTPPDSPAALCHSPPIHAALLAEEEAEKEAGRAKESKKGKKKKNKGRAGGGGAG
PSQAPEDEADETGEGEAAAAEVEEAELAAALEESARLEGARPVVEERTVVTATEGGSPSAAEAPVAKEEEEPPADFICPI
TTEIMVEPVVAADGQSYERTAIERWLATKSTSPLTGGELEHSILIPNHNLRRTIREWQEARASL*               
>Ehux_220432                                                                    
MIDPVMEADGHSYERSAIERWLATKSTSPMTSAELENTGLFPNHTLRRMIRQWQQTVRAEPDSSDSTFSDSPANSMCLTV
*                                                                               
>Ehux_107448                                                                    
MPDFSEASPTPRMPAEEAEKEAGRAKESKKGKKKKKKGKGGGGGAGPSQGLSEDEAALAAAEEAEAAALEESARLDVGAT
RAAGGQARVAERQGDSSPAEEAPPEGEEEPPDDFICPITTEVMSDPVMAADGQSYERTAIERWLATKSTSPLTGGALEHP
YLTPNHMLRRMIRDWEGARKAALIRPGYATIEVDLKHEKAAGDRESLRENIQYVMAGLRSAAAQARSQAGSKIGVEYSLP



PERDDGYRRGPSKVYATVPQGTVATTVASDWLANELAEHGEIDAAYRDRIRSRINFAAPFTQRSLTSVWRTCPLLHEALP
GAKQVLQWQRIDNVIASFDEATRVYMICPFARAMHKSGAEWKLWKNGGNQRETHGIGRLLRRMTKEMAEDPLIALDVARL
QDVAASRDSDDELDQQPWLLSIDSRMDTSQFAQTEVCLRLVACIGSISAVGLVLASRVR*                    
>Ehux_220477                                                                    
MCMDVAELSGIPSDFAYIAELDYIPVSNPNTLTEGTYWFPLHAAQPPRNAIEQAIVEISQNAAVRATVPVEEMSGVEWWW
QQQDVPGEDPKEHHTDCNIEIKPDGSTCIKHPNISSAGSPSAAAEAPAAKEEEEPPADFICPITTEIMVEPVVAADGQSY
ERTAIERWLATKSTSPLTGGELERSILNPEPQFAPDDSRVAGGADGTLSPQRGEEWRLAQGGQAKGPRRARTHGAGVVLD
YDDRMYDGGAEYLSAVAPARVFPKCFLYNHV*                                                
>Ehux_220523                                                                    
MSLLVFLCPSQAPAAREEEPPADFICPITTELMVDPVMAADGHAYERTAMERWLATKSTSPMTGEALEHTFLSTIHVLRR
QIREWQQARA*                                                                     
>Ehux_69126                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHTFLAPNHTLRRQIREWEEARA*       
>Ehux_221261                                                                    
MPARSRAQLEVPRAPAPREEEPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHSFLAPNHTL
RRMIREWEEANAR*                                                                  
>Ehux_221293                                                                    
MSDPVMAADGHTYERSAIERWLATKSTSPMTGEALEHICLFPSHILRRQIREWREAHPGRRKELHATEGAVEVRRARRNP
GKPPPTSALDFSLRTKTAARTRAAVVRPS*                                                  
>Ehux_221297                                                                    
MSDPVMAADGHSYERTAIERWLATKSTSPLTGGELDHTCIFPNHSLRRMIREWQKAQYTTFVAGLL*             
>Ehux_439305                                                                    
MRQHHADRAGGTAAGWAACEEVGRCLRQDAARSAYLEGRGHEYFVKHYGDDPAEQLAKIKKEHESALTEHRARLAGANRA
QQSSSIRPEGPRRIEDKTLLPTRLPKTSARQYSIEHEEWVDGKNFPSVRTRVDWASRLTDSMLEKGCYYELEVASVLGPR
SASPPDSSYVRRYKGLQTHFELSLCDESAAPRTFHLRVRARAADGSFASEWSEPQSVVVSELDQLRDWASEEMLKQLKSL
AKRATDAQAAFKQQHFSFPFARLVDDLQAAVLEANADNFQGSSVLLPGRLLKKKRRLCMVYTRDISAEWHARLGKALADT
QELQRAAEAEVAAQKAVARWGHGWRGRADALKESAIRQYSGCVGAGRDDDGVQALRDAAAELDDWRTGIRTGSAPEDVRS
PEIRAACVRPASCSHGAHSAVLNYLIKCKRELEARIETVAARRRQEAERQRKEEERRRKAERQREAAESARLRLEEQQRE
ESLAALERSRSKAARRAPQGGLTAEQTADGERRRAAALEEIEAMAWQPPGRVEHPKEPKAEATKVEERAVDARGKGAKLC
STHRAVLVDSGRAIASGAVSQAAVHAALEEYGRVWLMQQMGSKWVVTFRAASAASSFIASGALVVEGAPRPFKAEHFDVV
GKKNSADEDRLRTLLVKMEHPSRLGSMQIEDCREPSAPVAAGTSLDWSIRLTNRGRQPRTLLSVELPYQPADAAVCFSLK
GTPQSKGKPVQLSQTFSHTQAVRLVSRPGAAGVFRTRLVFNFSTCVLEHEVAVEVGDAAPPRSLAATAAAAAEARPLPEE
ARGAPSSAAAATAPVPVSEPVPVEPSHPEELICPLTHELFVDPVTTPYGHAYERKSILEHIRLNGGPAGAPDPLTGRILN
ESMLTSSFTLRGLADSQRRQPSSAPAARPTEVSQAPPAGATAAAEPPRPQPEAASSSAPPAPAPAQEGLVPKVKRIKDVL
ELEATLSLPAAIRTANELMGLPATGSLVAQATALLEALGIS*                                      
>Ehux_221822                                                                    
MYSNNIKAELAGAPDFCALPRLRTRLAGSATARRRAGARPPPLRLLPCAPLDGDTALPAAEQAELAAALEESARLEEERR
APNEQVSSLAAERPPSVEEEEPPADFICPITTEVMSDPVMAADGHAYERTAIDRWLATKSTSPMTGEELEFTRLFPSHIL
RRQIREWREAHPGR*                                                                 
>Ehux_312694                                                                    
MAEAAAEADRHAEALLADEEAEKEAEQRAKERKAKKKKKKKKGKGGGSGGGPSQEPEGEEAEALAAAEGEAVAAAEEAEL
ATALQESARLEEERRVAEEQPPEPDAPPADFICPITTEVMSDPVMAADGHSYERKQIERWLATKSTSPR*          
>Ehux_108117                                                                    
MAYALKDHDSRLVKMLAEHDESITEMLERRDKGMREYAASEAALALELEPPADFICPITAEAMRDPVMAGDGHAYERIAI
ERWLAIRSTSPLTGKALENTGVFPNHMLRRQIREWQERSRST*                                     
>Ehux_454068                                                                    
MEPPRNETPDEPPNLCCPITQVIFRDPVFVPEAGTTYERGAILTFWRQAGERRDPLTNTPIRSDVLYTNWDKRREVASWL
GEHLDYTPQGWRSRDDIPQGRRIIFDPPQSDRNPQQLLAAARRFPGLSSKTCAILACVITAISSGLGVNISAELVSIAVG
SAQPPSDDSCNASPYGKISGREPTAHGIIAARILWIDDAGRQKPFFFGAKPSTSTPGLSSRLQISVLQTPSAEASDSARG
GSLITEAHTNAGDGAVWSRSAGRYVTVSAPGVTFSTMVEQYKTLAAAHGLRLDMPHGSLFSGDNFASLVVLGFTTLWTGS
ALRADAPLLFTLFSCPFWHVGASLLANTLRALLHRSTLALHEGGIQVENERSTLAEYFDLFRTSTCAFVPWSDVSAGSLE
ESLHLTVTHIINGVESGLLEVRTVRGTLALTGGADLTMNELRKVRELLLLWAREKGLGVQSVEARQEA*           
>Ehux_312726                                                                    
MPLLAGGNATRHAEALLAGEEAEKEAGERARESKKGKKKKKKKGGGGGGGGAGTSPEEPEDEAALAAREDAELAAALEES
ARLEVGATRAAGDQARFAEGASSPAAEAPPEGEEEPPDDFICPITTEIMSDPVMAADGHAYERTAIERWLATKSTSPLTG
GALEHPYLTPNHMLRRQIRDWEGARKAV*                                                   
>Ehux_60206                                                                     
CPITQEIMEDPVVCADGHSYERAAITQWLLSRDTSPATNTSLLHRNVVPNYALRNLM                       
>Ehux_69894                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAIERWLATRSTSPMTGEALVHSFLAPNHMVRRQIREWEEANACCC*    
>Ehux_69852                                                                     
EPPADFICPITTEIMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHSFLAPNHTLRRQIREWQQARA*       



>Ehux_223223                                                                    
MSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVQSFLAPNHTLRRQIRDALCKN*                      
>Ehux_69946                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHSFLAPNHTLRRQIREWQGV*         
>Ehux_223602                                                                    
MAVAKRPPSVEEEEPPADFVCPITTEVMSDPVMAADGQSYERMAIERWLATKSTSPLTGEELEFTRLFPNHTLRRVIRQW
QETARS*                                                                         
>Ehux_454472                                                                    
MGARDNSLTTSSVLFTRDVGTAIRMSSSAEDAKTLGNRAFAKGKYAAAVEAYTEAISLSPRPVYYTNRANAHMKRGAWRA
AADDCASALALGSVATRERIKAHYFLGRAHVELGEWQSGIEALATAHALCKEETSLGSEEERAAVVETATRAVGWLEETH
GLPRQSLPDYLTCQICMDLLLDPVITPCGITYDRACLQRHLEARGSSGCDPVSGKPLSMSSVVPNLALREVLDRFLEERP
WAYQCMEC*                                                                       
>Ehux_223989                                                                    
MSDPVMAADGHAYERCAIERWLATKSTSPMTGGELENTSLFPHHMLRRMIRDWDGARKAACDAGATYEALT*        
>Ehux_70142                                                                     
EPPADFVCPITTEVMSDPVMAADGHAYERTAIERWLATKSTSPLTGGELEHPYLTPNYMLRRMIRDWDGARKAA*     
>Ehux_224291                                                                    
MSEEATGQKRISRRGRSAIALALELEPPADFICPITAEAMRDPVMAGDGHAYERIAIERWLAIRSTSPLTGKALENTGVF
PNHMLRRQIREWQERSRST*                                                            
>Ehux_454660                                                                    
MDLMCPISACLFRDPVMLVSGHTFERASIVEFWRRRPLANPLGTGERLRSAQMIVNYGYRSQVDAWLQRHPDYTPEGWSS
RGGVHRCTQEGEAAFAELERTNGAVPPALEGAATRIYLVGQTADGVNRKYVGAYQRGTQVINGRFTYARVGQGGDPMRML
WYCTDGPTGGHWWAGPRNNLGSPAGWLAVHDAALFPEKIGAPLCCAMAAGCLRRRCAASRAKRASGRTRRSWRSSRRGDG
PDAREAEETQRLLLAAAPRVYLVGGTPAGIHREYLGAYDREPELVNGRLAYAMAGDADKMLWFSSVNGYWHAGPRANLGG
PRGWLAVYDRAPLPDRVTAEWQVGAADSSWTAAPDESTGRIGRG*                                   
>Ehux_361963                                                                    
SAEEDGSGQVREAGEAQEASPLPEPPEIFVCPITQELMQDPVMATDGHTYERHAVERWFATRLTSPKTGAALDLALLLPN
HAMRHQIIEWREAHGWK*                                                              
>Ehux_467017                                                                    
MCVRDTGLSVRETVRDTQAARRRSSIREASLVQFFDPTQTSADNGSATVLSSAINLCNTLMGTGLLAMPGVMERSGWIPG
LVLMFLMSLANAFSVEAAARASIVIDLAVALNCVGTACSYVIVSTGNFEMTFGGPRFLWVIVTVAIATPIAFLKDMDSLR
HTSFAAVAILLYIVLIIVYAPLDPCDSDKAQPEFCPPGDTAVVTDFAGSVGEIESKDTTLDRSRIQRELLRLRTYSFGSK
FETQRLRVAITLGFIAFTTLIGLVLDDIGKVVDLIGSVCGSTIAFAFPCWAYFKLFPDRRASPFSIISSALLVLGLVLIP
LGVALTVGRRGATTPSHLAACSPQDAEAALPIEATPAGTGRPRCLAASDQASTVVEKRTLVAATEGGSPSAAEAPVAKEE
EEPPADFICPITTEVMVEPVVAADGQSYERSAIERWLATKSTSPLTGGELEHSILIPNHNLRRTIREWQEARTSP*    
>Ehux_225396                                                                    
MADAFTLGEQWERGVDDHPLLTETLHATEVASLPLCSAGRPTGGGASGYRGFLRSSSAVAGACVAPALFFAVSCAAEALA
RYRLSRALQWREAARQKRALLDDVRTDFALRVPREMELEPRITGGVNGDVEVWAVKASFAVTTIWLARPRSGWIWSADLR
SWKSVHCKDAVCSHGRFAGLEPVPSNVWLLRRLRLRDVMSDPVVGPAGISYEREALRQWLSVRKIDPTTQASLDMGDVYA
NFSLRGLIARWAAGQSGGGEPEVQAEEEAAQPEGTGEEEAAASAELEGSAVHGLSAEEVERMTRLLEELHLERIRHGTPP
SGVAET*                                                                         
>Ehux_60186                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAMERWLATKSTSPMTGEALVHSFLAPNHTLRRQIREWEEAN         
>Ehux_226168                                                                    
MGTLPVYAYSLADALSAINYHPPNEAARLFKERFPPSPTHPRAFGRASVDARRPPLAGETPPRQQAAIEDAAAEFVCPIT
LELPIEPVTAEDGAIYERDAIEKYFLMRTSQGLALRSPLTNKPMGQGLLPAIQVRNAVERLVRSGAVGGEKAERWLGRLK
EEAVREQETHKAKAGDVRAMLTLFSHFKATASSIGVC*                                          
>Ehux_467145                                                                    
MSWLVLLLPLAAVAHEYEFPADRVLSALSDGGCPPGSSLRSWLCDAHIDIDHYELDNVGGFNIKLDGVRCSTFKVGDLSS
AVSRRGAHNVTLSVAADELSFNCSIRRLDAKQIAFPHAEAIGKGTAGISGATLRAGLVAHLTEGVPRSVVTDERNCSLAV
DPKRVELDLTGNIWIKLINAIKGVLIQTVVGQLPSIADAALAPLVSNLTAYAEAAPPPELPEPPYKPALANWSASEAVAV
ADYVLNDVVGTDGPLGLNRIAELLTNGTGSLALNASGLLPPLELPVSRLGNLSLNVSLLNLSHLPSFDELNLLTPSPSEP
LTLRAAAGMTKLGPGALIQNSLLITARWFSGMTKLGLGALAKLRVTPGAHQRRLPPDLDEPPADFICPITTELMSDPVMA
ADGHSYERSAIERWLATKSTSPMTGEALENTGLFPNHTLRRMIREWQQARA*                            
>Ehux_227252                                                                    
MISLHDVNAAVAAFAEREGIREARRARREAEEAAVAVAGARELASSMRALLDRFAAATGGETEESARALDAASAFMLEDA
AHAFALDAASDIFPLSLRAELTQASDALQHAQLLGAGREAAAREAVAREAAEHTAERSALDRAAERAAKSEKAAAAALRA
AAATAAHRAAAEAQGGAEREAAEAAAAAAEAAASYNEAPARLDQGSSSSAAEAPAAKEAEPPHDFVCPITTEVMSDPVMA
ADGHAYERSAIERWLATKSTSPLTGEELDFTRLFPNHTLRRQIGEWHEAHAGR*                          
>Ehux_111102                                                                    
MKEAEETGQDSANVRARFQQFREETGRLPEAGAEETGGDVSSAAEEAKARAKKGKKKKKKSKGVVGSSDAEPSQEPHALA
DEAGEAEMEAPAVEPLQHAAAALTELVDEAAPPSTRPSDIPEAFLCPITFALMDDPVVMMDGMTYERRAIERWLSKGHTT



SPLTGAELQSTVLIPNNLVRSQIREYRAQQ*                                                 
>Ehux_228216                                                                    
MDNGKTTIRGQRLEDERRVAEEPGSSSAAEAPAPREEEPPADFICPITTELMSEPVMAADGHSYERSAIERWLATKSTSP
MTGEALVHSFLAPNHTLRRQIREWQQARA*                                                  
>Ehux_467559                                                                    
MSDPVMAADGHSYERKQIERWLATKSTSPMTGEALEHSFLTPNHALRGRIREYVFTWSDEVPNEHWAVGSGCATFYNTCG
HEEANTIVERDFDKNTFQIFATRDIQEGDELRHVYKSKEWRNCFASLNIIM*                            
>Ehux_111163                                                                    
MPDFSKEEAEKEGERAKESKKGKKKKKKKGKGGGGGAGPSQVPEDGAALAAAEEAELAAALEESARLEEERRAPDEQGSS
SLAAERPPLVEEEEPPADFICPITTEVMSDPVMAADGHAYERTAMERWLATKSTSPMTGEALEYTGLFPHHMLRRQIREW
QEAGR*                                                                          
>Ehux_228637                                                                    
MSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHTFLAPNHMGLSELPRLGLER*                      
>Ehux_229160                                                                    
MPSKRKSGATDAESKRQRAATLADEAASEFLCPITLELPLDPVTAADGHIYERSAIERHMATQGAALRSPITNMPMSPTL
LEATQVRNAIEKLAAHIDGDKAKRWRRRLEESEKLVHLRRLAETGDPEAMLSLHFHYYFLKHQPEEAFHYAKIAADLGNA
RGLQKAGFALCHGKGVCKNQANGVALLAAAAGAGHGYAAYELGRSFLSGWLGLSRDASQARLWLDRAANSEGPCVREWAS
DLLGTMQ*                                                                        
>Ehux_229165                                                                    
MAGRREADEAALAAGEEAELAAALEESARLEEERRAPDEQASSSLAAERPLSVEEEEPPADFVCPITTEVMSDPVMAADG
QSYERTAIERWLATKSTSPLTGEELEFTRLFPNHTLRRVIRQWQETARS*                              
>Ehux_229287                                                                    
MVEPVVAADGQSYERTAIERWLATKSTSPLTGGELERSILIPNHNLRRTIREWQEARAPFSFCALGSLCACLERVCVKNL
GHFTNSLATAKQCASPPEL*                                                            
>Ehux_229621                                                                    
MDDLWQPLFQHAFESDVVLLGEGDTVGLHTNGAALVAFAPELQVHIDKATAADIEKSAVAVADKADVVSASTGAASVAPA
GVASVSAGVTSAAAGQVAETSDAIAIAREEGLAIVPLPGSRRAIKLFLRLAHESLLNAGGANNFDCDETMFDFLFDSESL
HCEFLELCVRVGDHAQALTAGGGITRALSASLEATTTRLDDGIDSEAALRMFCCLSKRFSKRSDPPADIAGYKSVVVRLA
EESIDKSSLNHLLAPSKLASLDISQLVTLVDVLPPDASADGLLLVGDVIFSDFSRISGSNPSYSTWQHKVSLSPAGTTGA
GKSIILFLNVTPRSGAERKPGANELKKCDEFDISLSVDGECASDHPLTVYDVQLKARGTEKPSPKVESMRASFMSECLSI
DLRTELFQPPEPRPINVALADGTDPDTGSPSHVAGSIVSGVLNYLIDRVVATGKKEEDSPTAPSVRMSQEPVAPPPQPAP
APPAAAIHQLRVASEKALADAATEADAADKETDAAPQDSVTRLGRALNGGDDSGSARAELSSLCTVRIELRCVKDERRLA
LLRAWASAHGLDKEAPSMVDLVMYYDALCERESPEANASDPMRPASADPLRRILFDDTLARPLADSRSLRRFFEEGATRL
GAPAVRRLLAARPTRTTVPSASRPTSPSPETSEASGPSPPCATEQLSAEQAAAPVRTPSSSSADQRRALAQPTSPGADAD
VDGDASAEEALLDALRPWAAAHTPDEMVAAHVRQPDGLFGDAARAGSPLRAALSDGLLPGIEALRGKSYERKAIEAYWTR
EKAAVSPVTRKPLQSKTLVPNINLRVLCEEYSARQRRLHGGATSPQDVVMGALLPPPHAPGAKRRRPAELEHDEQAASGV
AAGAKRKLRLASGDGSPPPV*                                                           
>Ehux_229838                                                                    
DEDEAALAAGEEAQLAAALEESARLEEERRAPDEQASSSLAAERPPSVEEEEPPADFVCPITTEVMSDPVMAADGQSYER
TAIERWLATKSTSPLTGEELEFTRLFPNHTLRRVIRQWQGTARS*                                   
>Ehux_229879                                                                    
MSTALLASCLSAAGRVTDGGMARRKKDEAALAAEEEAELAAALEESTRLEEERRAPDEQASCSLAAERPPSGEEEEEPPA
DFICPITTEVMSDPVMAADGHAYERSAIERWLATKSTSPMTGEELGNTGLFPSHILRRMIREWQGAQ*            
>Ehux_230094                                                                    
MEGARPVVEERTLVTATEGGSPSAAEAPVAKEEEEPPADFICPITTEIMVEPVVAADGQSYERTAIERWLATKSTSPLTG
GELERSILIPNHNLRRTIREWQEARASL*                                                   
>Ehux_112001                                                                    
MPDFSEASPTPRMPAEEAEKEAGRAKESKKGKKKKKKGKGGGGGAGPSQGLSEDEAALAAAEEAEAAALEESARLDVGAT
RAAGGQARVAERQGDSSPAEEAPPEGEEEPPDDFICPITTEVMSDPVMAADGQSYERTAIERWLATKSTSPLTGGALEHP
YLTPNHMLRRMIRDWEGARKAARAARGSSRGTQGQEGPAQKARRATEAGERAAREAERAEAPRAQLRENIQYVMAGLRSA
AAQARSQAGSKIGVEYSLPPERDDGYRRGPSKVYATVPQGTVATTVASDWLANELAEHGEIDAAYRDRIRSKYTIRVNVR
EELGTITADEKLPEPFNLPLWRPETPASFGSGDEPDPLNDGRVDASLPTAHLSPARAALVHRLLRLHQPLYAARYDLGAL
CASRRNSDPFEPATPYTASPYQFFRKWERRQQLEASGRDSMGDPLNGLAVRQSSRHLYTASH*                 
>Ehux_231313                                                                    
MSDPVMAADGHAYERTAIERWLATKSTSPMTGGELEHPYLTPNHMLRRMIRDWDGARKAAVHADCASQL*          
>Ehux_231568                                                                    
MDDLWQPLFQHAFESDVVLLGEGDTVGLHTNGAALVAFAPELQVHIDKATAADIEKSAVAVADKADVVSASTGAASVAPA
GVASVSAGVTSAAAGQVAETSDAIAIAREEGLAIVPLPGSRRAIKLFLRLAHESLLNAGGANNFDCDETMFDFLFDSESL
HCEFLELCVRVGDHAQALTAGGGITRALSASLEATTTRLDDGIDSEAALRMFCCLSKRFSKRSDPPADIAGYKSVVVRLA
EESIDKSSLNHLLAPSKLASLDISQLVTLVDVLPPDASADGLLLVGDVIFSDFSRISGSNPSYSTWQHKVSLSPAGTTGA
GKSIILFLNVTPRSGAERKPGANELKKCDEFDISLSVDGECASDHPLTVYDVQLKARGTEKPSPKVESMRASFMSECLSI
DLRTELFQPPEPRPINVALADGTDPDTGSPSHVAGSIVSGVLNYLIDRVVATGKKEEDSPTAPSVRMSQEPADGADKETD



AAPQDSVTRLGRALNGGDDSGSARAELSSLCTVRIELRCVKDERRLALLRAWASAHGLDKEAPSMVDLVMYYDALCERES
PEANASDPMRPASADPLRRILFDDTLARPLADSRSLRRFFEEGATRLGAPAASGPSPPCATEQLSAEQAAAPVRTPSSSS
ADQRRALAQPTSPGADADVDGDASAEEALLDALRPWAAAHTPDEMVAAHVRQPDGLFGDAARAGSPLRAALSDGLLPGIE
ALRGKSYERKAIEAYWTREKAAVSPVTRKPLQSKTLVPNINLRVLCEEYSARQRRLHGGATSPQDVVMGALLPPPHAPGA
KRRRPAELEHDEQAASGVAAGAKRKLRLASGDGSPPPV*                                         
>Ehux_231606                                                                    
MSDPVMAADGHSYERSAIERWLATKSTSPMTGVALVHSFLAPNHTLRRQIREWQHPRLNSPTSSDDCASKSAFGGYRGAA
*                                                                               
>Ehux_231761                                                                    
MNTIDEDEAALAVAEEVELAAALEESARLEEERRAPDEKVSSSLAAERPPSVEEEEPPDDFICPITTELMIDPVMAADGH
AYERTAMERWLATKSTSPMTGEALEHICLFPSHILRRMIREWREAHPGR*                              
>Ehux_60144                                                                     
ERPTEHICPISLQRMIEPVIAADGRTYERTAIQEWFFRGRLDSPCTREQMPHRELVPNHALRVLIRDWAQ          
>Ehux_113237                                                                    
MPPPAKSPAAEARAVVAASLSATSQLSAAVSKLDAKACKAFVSDPCGLRLLTAQLHAGGKSQAASDAACALWHLQDTCAE
LDYDIGDEIAEVGAIEPLVHMLSAASDSAAAENAGAVLNRLTVYRSGEDVGTLRGCGALQALLGLLRRGVRLLKRGSEAR
AVTEAVGTLANLIETSSMREAVSDPEEGAVTEAEATGFVKDVVDLLRHGRNWAVLHSLKALYYLTTFDARFTDRTLRAVV
EAGAIDAILNLLRNWDCSDSEDWGEFWQLHVYVELAEDAVGDGKYVDAVDLAVSVLDTLSDPANNDCTVSGRPIPHLVLA
TLGVPLRDLVPVFESSARAARVWLKLISRSCTVHAQELADAETADELRSALDRGFGAGADLLAPEPYRRGRERLEALEKA
EKRRERCETLGLRAVLTPDEFLCPISKGVMRDPVVASDGHSYERVEISRVLQIYPSRSPLTRERLGPHLYPNRALLARIA
NHEVGAEVIDGLEEAMQLGAASAQAASPPSEHGAVAPSGGRKRRTAASPGTRSAQKKGCRPKKAASRSGE*         
>Ehux_232783                                                                    
AGSPSAAAEAPVAREEEPPADFICPITTEIMVEPVVAADGQSYERTAIERWLATKSTSPLTGGELERSILIPNHNLRRTI
REWQEARASL*                                                                     
>Ehux_232978                                                                    
MLAGIGGGLNGMMLGSSSGSGPTRERAMGLRRDTIAASGNGYIQEPEDEAALATGEEAELAAALEESARLVEERRAAEEQ
GSSSLAAESPAPREEEPPADFICPITTELMSDPVLAADGHAYERSAIERWLATKSTSPMTGEELELTRLFPSHILRRQIR
EWREAHPGRVEAPSDE*                                                               
>Ehux_233000                                                                    
MLEDEARRGADEASGSAPQGAPQPPEPAAESEVPPELLCPLSFDVMTDPVICASGQTYERSAIEKWFAMGKRTDPMSGSV
LESTFLVPNVALRSMCRRYEQKDS*                                                       
>Ehux_233322                                                                    
MSAHPRASAQPLLLPHGRVKITVVCYETFALQPGQPAGRIRLSLLKRQHSSSPAIGCVWLRLSGSHQSRRNALLRSVQIR
SCDLLLERLRAAFDDTSLRRLLAAGARLELQMERRPEQWSAEAEVEFRAEMEGARARLRSLRANAPQPAAARPEPPSAFM
CPISHELMSDPVVASDGHCYQRNDIESWLEMKGTSPMTGAPLAHAQLYPNFSLRSQIENWKDLINAA*            
>Ehux_72748                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHTFLAPNHMVRRQIREWEEANAC*      
>Ehux_233663                                                                    
MAEEAPNEAGSPSAAAEAPVAKEEEEPPADFICPITTEIMVEPVVAADGQSYERTAIERWLATKSTSPLTGGELEHSILI
PNHNLRRTIREWQEARASP*                                                            
>Ehux_233729                                                                    
MIDPVMAADGHAYERTAIERWLATKSTSPMTGEALEHTFRSPSHMVRRQIREWQQAHPGQEDEHSEHPFSALAVALLRKS
MGEDKVTQNLRG*                                                                   
>Ehux_233950                                                                    
MSDPVMAADGHAYERSAIERWLATKSTSPLTGGALEHPYLTPNHMLRRQIRDWEGARKAAVE*                 
>Ehux_114004                                                                    
MLLLFIKSRAKESKKGKKKKKKGTGGGGGAGPSREPEDEAALAAGEEAELAAALEESARLDARVAERQGASSPAEEAPPE
GEEEPPADFICPITTEVMSDPVMAADGQSYERTAIERWLATKSTSPLTGGELDHPYLTPNHPYLTPNMLRRMIRDWEGAR
KAA*                                                                            
>Ehux_468673                                                                    
MSMSLADATRLLADLADQTATLSPTGSETLDVGGWQVVVADGHAVLPEGMMHLPDRAFRNRASLVSVAFPRSLASIGSNA
FEGCSSLSSIDLPAGLTAINNHAFRRCSALSSVILPAGLTSIGMGALAHCSSITTVTFPAGLTSIGPSAFHLCSSLTRVT
FPAGLTFIGEAAFFRCSSLTRVTFPAGLTSISCAVFSGCSALARVALPATLTSIGDCAFDACEALGSVTFPAGLTSIGEA
AFEGCSTLANVTVPTTCEIGDAAFDPPTTVLRLSPASMRAQGRAAEAAAREAEMAELAAAADRNAEALLADEEAEKEAEQ
RAKERKAKKKKKKKGRGGGSGAGPSQEPQGEEAEAVAAAEGGAMAAAEEAEPAALQKSARLEEERRVAEEQPPQPEASPR
EEEPPEPEAPSREEPPPPADFICPITTEVMSDPVMATDGHSYERKQIERWLATKSTSPMTGEALEHSILTPNHALRGRIR
ESSYESCRTRNDRNGKLVGFVEFESIEDASRARESMQGASPFPGVTWHIHFSTNPARDRAPKRARDDAGQPRHDAMRGPP
VMYGKTLALATLLAEQEEIRSRSATWQLVEGLGSCDPPE*                                        
>Ehux_235273                                                                    
MSDPVMAADGHAYERTAIERWLASKSTSPMTGGELEHSILVPNHMLRRMIRDWQGAQKAATSLFSSESHRDTRHTVSRTP
IALKRKLIDGDTGSSALGSAEASDDVRCRQTAEKGDGSAGGDGHYVSSSCCGPRRRRAESAIDELRAAGVPVVAVETVAG
APYAHEFAFPPPPAGHGLAPELLARCDAVVRLPCRGPTDSLHGQPRANLLSPWTISGRLGRKNSLNVAVALGMCAHEAAR



QWAVGGKEAAGDAVGK*                                                               
>Ehux_235692                                                                    
MYLSVALAAEEAELAAALEESARLEEERRAAEEQVSSSLAAERPPLMEEEEPPADFICPITTEVMGDPVMAADGHAYERT
AIERWLATKSTSPMTGAELENTGLFPHHMLRRQIREWREA*                                       
>Ehux_73352                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHSFLAPNHMVRRQIREWEEASTC*      
>Ehux_114666                                                                    
MLADQTALSPTGSETLDVGGWQVVVTDGHAVLPEGMTHLPDKAFQDRTTLVSVAFPRSLASIGSSAFEGCSSLSSIDLPA
GLTAINNHAFRRCSALPSVTLPAGLTSIGMGAFAHCPFITTVTFPAGLTSIGPSAFHLCSSLTHVTLPAGLTFIGEAAFF
RCSSLTRVAFPAGLTSISCAVFSGCSALARVILPAGLTSIGDCAFDACEALGSVTLPASLTSIGEAAFEGCPSLASVTVP
TTSEIGDAAFDPTTTVVRLSPASMCAQARAAEAAAREAEMAEAAAAADRNAEALLADEEAEKEAEQRAKERKANQKKKKK
KGSGGGSGAGPSQEPEGEEAEAVAAAEGGAMAAEEEAELAAALQESARLEAERRVAEEQPPQPEAPPREEEEPPKPEAPP
REEEPPPADFICPITTEVMSDPVMATDGHSYERKQIERWLATKSTSPMTGEALEHSILTPNHALRGRIREWQEAHRGRAS
SALISIVKASLRAVFRGGSFVDGCGTAAQSALTVERARALLRGGAASSAGEPSALERARVLCSWSESDPTAAAAGSTVAI
HSLVSRPSMNGKVGVVVSASASTARFGVRVAGEAKALALRRALQWPLPDSPDPLFDTPLPSLRPANLQPAAEAVEVGRLV
LKAEEWSPQSHELFPEAARKRAVEVMRLGYLIAWDEERFDSREGAAPELADVWRGFVLPRAVVR*               
>Ehux_73367                                                                     
EGEEEPPDDFVCPITTELMSDPVMAADGHAYERSAIERWLATKSTSPLTGGALEHPYLTPNHMLRRQIRDWEARQGHRGL
CGVSAARRELSRC*                                                                  
>Ehux_236178                                                                    
MSDPVMAADGHAYERTAMERWLATKSTSPMTGEALEYTGLFPHHMLRRQIREWQEAHPGRQPRATKEQAPPAESAGDPPP
SGSCGVLGPQRLRGVEKSTLGVALVKPSQHHAERFLEPYEEVPDGRTCGFATTTRDVVSGFC*                 
>Ehux_237049                                                                    
MAVQAEERRAAEAQGPSAAAEAPAAREEEPPADFICPITTELMIDPVMAADGHAYERTAMERWLATKSTSPMTGEALEHT
FLSTIHVLRRQIREWQQARA*                                                           
>Ehux_115273                                                                    
MLFENQSSSCATATAMDDLDQLLETLEAPREYYDLSADAAGSGSLAGLDDSFFDAEHPLHEAGPPAPLRPLLVGSPAPSM
SLSERVEAASAPHVSPVRGAAPPPPPRHARRSMECGKGGSSLAGRSMAKRSTGAAGLQTPEERQAERAMRGRRIESPAAA
GSRLRPCGGRSSGRERGGGGAAAAAPAAAGQHGLGGERGDLETRNLLAELEQHNKRVVEAAQLAAKERVRGSRPAGACAL
KSAVAKPAHRAGPASASAASKGRGRYATTPPAQPPPTQPQPTQPQPTQPQPPPSPPSSECATGCGSGAAPPQSGGPLSPR
GEAGPEPVGGCAGGEGAVEEVMEVDEGEGEVEGEGGTKASRASRSQLEAELDAVSASLRRVSTADCAAAPGVPPPAEFVC
PITRSLMREPVFERAAIERWFRRHNTNPLTGEALQSTVLVPNLPLASLIAAHAASLPAKTVQFSGDAAAALGGGAARSGD
VLQVLQQHNARVNKQGIAAAQQRLREHKAPQAAAAQFCAAGEATRAAAPASTQGGGDESDEQLLALLKQHNAKAACSVGG
EPRKRVESTKASVTAMRAWESRSGRTFASLSYEERVAANDEIRRHQQLKEQPPARQAPPTNLLD*               
>Ehux_60143                                                                     
PADFICPITTEVMSDPVMAADGHSYERKQIERWLAAKSTSPMTGEALQHTHTFPNHALRRQIREWQEAH           
>Ehux_237565                                                                    
MADPVAAALSRLNQTVEELGALAETYASSEAWPQAIATGVAENSHNIIREAGGIPPLVALLAGGAESVAAEDAAGALFNV
AATSANKEAIREAGGIPPLVALLAGGVESGAAENAAAALWNMVIGCDVNSDAIREAGAIPQLVALLAGGVESKTAENAAG
ALLGLSRNDGAHAAIREAGAIPPLVAMLAGGAESKTAENAAGVLCNMASGNTATCDAIREAGAIPQLVALLAVGTESGAA
ENAVGALANLAIDCDVNRDAIREAGGIPSLVALLAGGAASGVAETAADTLKEMEHFDAVLSAVASAHADTAAFEDLHAAL
VNAATARLEAAEAGTDAERRARRESFGLGALPPPEEFNCPLTLEQMRDPVVASDGNSYERAAIERVLRGDGLSPLTRQPL
ERTLFPNRALKRRIEEYEERDLQIAAMVVAATGERGEASGSAEPAPKRSRTRRSSQVT*                     
>Ehux_238164                                                                    
MTASTPSPPPPSGTAPPPGSETIEVGGWQVVITDGHALLPEGMTHLPYEAFQLHTSLVSVAFPRSLVSIGRSAFSRCPSL
SSINFPAGLTSIDDYAFRRCSALASITLPLPDGLSIGDRAFQDCPINDASKAAVRAINFWAVRPSIDTQGHATVPEGLAS
VGESAFSSCPSLSSVDLPASLTSIDAGAFDGCTALAHVTLPASLTSIGLQAFSRCSALASVTFPAALTSIGEHAFRSCSA
LTSVIFSADLTFIGSLAFEGCSSLTTVTFPAGLPGGLSIGDCAFFGCPLNDASKAAVRAINFWAVRPSIDAQGHATVPEG
ITTIAVGAFSDCSALVSITLPASLTSIDFESFDGCSFLTSVTFPAGLVSIGDFAFYRCSSLASVTFPASLVSIDNFAFAE
CSLARVTVPTTAKIGDEAFDSTTTEPEGEGAEEERRVAEEQSPQPEALPREEEPPPADFICPITTEVMSDPVMAADGHSY
ERKQIERWLATKSTSPMTGEALQHTHTFPNHALRGRIREWQE*                                     
>Ehux_238249                                                                    
MGTLPAAIEDAAAEFVCPITLELPIEPVTAEDGAIYERDAIEKYFLMRTSQGLALRSPLTNKPMGQGLLPAIQEEAVREQ
ETHKAKAGDVRAMLTLFSHFKATASSIGVC*                                                 
>Ehux_74058                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHTFLAPNHTLRRMVREWQQARA*       
>Ehux_238947                                                                    
DEAAAVGEEAELAAALEESARLEVGATRAPGDQARVAERQGVSSPAAEAPPEGEEEPPDDFVCPITTEVMSDPVMAADGH
AYERTAIERWLASKSTSPLTGGELEHSILVPNHMLRRMIRDWQGAQKAA*                              
>Ehux_238964                                                                    
MLSMRKFVAQLVRRLRVLRTSFPKPPKLSKSKANLTGFMTRYGKQEALTKEEPVFVGEPGLDTADLPLELLESARLEDER
RVAEEPGSSSSAAAAPATREEEPPDDFICPITTEVMIDPVMAADGHAYERTAIERWLATKSTSPMTGEALEHTFLSPSHM



VRRQIREWQQAHPGG*                                                                
>Ehux_368189                                                                    
MDEIFGPAPACAQPSANDRANRITAAGEQMARRAAAAGEEMVARAHARTAAFAAAAEEPAGVGPYTWRCDLSRALPAFRA
GEAEAAREAARVEAESAAATAAEAVKPGSRSRLKLLRKLGRSLVGSVSEASHSAAAGVRAGVRGAAASVPRRAARRRRAS
LPGRSDARRKSLPRRSDAAPPQYLCPVLGEVMTDPVTTCDGHTYEREAIEMWFRTYAERYPLAASAPSPVTGAMLASTAL
VSNIALRQVIETWREGREGLGG*                                                         
>Ehux_239837                                                                    
MSDPVMAADGHAYERSAIERWLATKSTSPLTGEELGNTGLFPSHILRRQIREWQGAQRRRANKNYVK*            
>Ehux_240135                                                                    
MKRKHEATKVLGDIAADFRCSITATLIADPVITADGHLYERAAIAEWLRTRDTSPKTGKRLDSKILTPSPTVRSATERLI
DSGHLPVEEVREWQTRKAAVLIRDGRTEDAKAMLLDAKAAGDAGAGLHLGKLFLAEARSLIAEAEAAGVEDAAETLRAHW
PSADVAPPGAEPLRSVRDVRIGQRVRVLSLDIARTAMQSHPCGWNAQMEEFCGVLSKVLKKDDGDGTLQLSNPVAGGSCY
WFSVGCCVKP*                                                                     
>Ehux_469739                                                                    
MAASAEKGSTTTQHRDLLEEDDEFEEFEQQEWAEGDQDVEDPTMWQDGWEDDEEDENFTKQLRAELQLTQAAAKAAEPAA
MQQHEKKKGKKKGKKKGGGGGAGPSQEAEAPAEEAAEEAVAAAEEAELAAALEESARLEEGRRAAEAQGPSSAAEAPAPR
EEEPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVQSFLAPNHTLRRQIREWEEANAC*    
>Ehux_74890                                                                     
EVPPELQCPLSFEVMEDPVICASGQTYERSAIEKWFAMGKRTDPMSGAVLEHTHLVPNVAVRSMCRRHSSASS*      
>Ehux_241449                                                                    
MPPSRPEEPDLRLDAAHGLASSAEQRRAVRAELQGLTGMAPLKAFTQLEAKVEYVARGGDPRLLRDGGGHGHSYERSAIE
RWLATKSTSPMTGEALVHSFLAPNHTLRRMIREWQQARACKSQAAAAGPARRRLPAGCAREMVSSEHGARRRAKIRRKKY
K*                                                                              
>Ehux_241468                                                                    
MKLKQLVGELQGVQSWRHPKSELEQYPTPPDIAAHMLLAADAEDGLEDALVADLGCGGGVLGIGAALLGAAHVLAVDLDP
AALEVAAENVEEFEVPVSLLGCDVVQLAMRSGPEGAPSGVADAEGGADAGAAGGAFDIVLMNPPFGTRNESHGADVAFLQ
AGLRLCRPGGAVYSLHKTSTRPFIAKKAAEAGGEASVVAELRFEIPRMYKHHRQPSKDVAVDFWRAALAAGEEAQLAAAL
EESTRLEEERRAPDEQASSSLAAERPPSVEEEEPPADFICPITTEVMVDPVMAADGHSYERSAIERWLATNGKKPFAHPS
PDS*                                                                            
>Ehux_117648                                                                    
MEANRESAIDALTKARAGRGRPRERRPPRGEEPADLQDGRGAGVPRLWEAEAAEKAAEKALEAKGRREQREREAAAAARE
REQAARRREAERVADEARRAADAAALEEQRRAIAAEAEAKLAAERAAAEEVLRAREAERRAAEEAQREEQRAAAAARKAA
QAEAARREKEAADRRAEEEKARRRAKAAEATAAKKEAKAKKKEAKRAPSALTLEEERRARAAAEVRAQEERAAQLAAEQE
SARRAEREAAELAGAAERAALREDAELAEALRRSEADAEEALARRVSRCEEAVSSESTGGGGDLPRRVERLEASIGAATE
GSLEERVGAIERLIGSEAGEAVQAAERAQVAAERLVPVTKAFATVSLQDAAQPPEPASESDVPPELQCPLSFEVMTDPVM
NAAGQTYERAAIEKWFARGKRTDPMSGAVLEHTRLVPNVLVRGMCRKYAAA*                            
>Ehux_316091                                                                    
MAEAAAAADRNAEALLADEEAEKEAEQRAKERKAKKKKKKKGSGGGSGAGPSQEPEGEEAEAVAAAEGGAMAAAEEAELA
AALQESARLEEERRVAEEQPPQPEQAPPREEEPPQPEAPPREEEPPPADFICPITTEVMSDPVMATDGHSYERKQIERWL
TTKSTSPMTGEALEHSILTPNHALRGRIREWQEAHR*                                           
>Ehux_242868                                                                    
MAAPAGHPEVVASHPEKVTGDSEAVAAARRGDVAAVRLWLERGAPDTRRRTPSQSAVATVTRPPGAAAAPGSQSGLEQAG
AAASQAGDEEGCPGLGPGRGDTPPALAVDTAAVDKVVPPELLEQLQCPLSLDFMSDPVMAASGQTYERAAIEKWLAMGKR
TDPMSGQQLEHTDLVPNVLVRSLCRTFALS*                                                 
>Ehux_242876                                                                    
MPARSRAQLEVPRDERRAAEAQGPSSAAEAPAPREEEPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPM
TGEALVHSFLAPNHTLRRMIREWEEANAR*                                                  
>Ehux_117976                                                                    
MARGASSASAVQSCTDSRCSTNGIHSRADHDAWSYCHHGQEEEQGGGGGAGPSQEAEAPAEEAAEEAVAAAEEAELAAAL
EESARLGEGRRAAEAQGPSSAAEAPAPREEEPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALV
HTFLAPNHTLRRMIREWEEANAC*                                                        
>Ehux_118128                                                                    
MSVQGLAAWAPATRLRRARASLPAEGSAVRHAEALLAEEEAEKEAGGRDKESKKGKKKKKKGKGGGGGAGPSREPEDEAA
LTAGEMAELAAALEESARLEEERRAPDEQASSSLAAERPLSVEEEEPPADFVCPITTEVMSDPVMAADGQSYERTAIERW
LATKSTSPLTGEELEFTRLFPNHTLRRVIRQWQETARS*                                         
>Ehux_118356                                                                    
MWSAKSSYAESEAAHFATFHVPHDQRESFFATYKVVVAASGCKISYVDKGNLSSKIVPSPSYPRSHRERRIAAVYLFFRL
CYDKPRRSFVGFDASLLRNISPPIAHVVRVPDQYNHAVVKESLHARNNGRIAIFDRCSEFGCLIDLTRLDKEREITILSA
RKVQRDKMLTWITEVAESTMRRRTAPLVALGQAAPVAPAPSPAENATVRALVTMGYDAGRVLRAVASLSDKSNVEAAVVE
VERIAGDAVESLMAAVGSKPDYKSELNQLAMATRRKVHYSTMPLADGSGHAVFLSTVIVAPEGSVSAAGKAAGKTLAEQA
AARQALVELEKKLSISAARRDEPPDAFVCPITFEVMIDPVIASDGYTYERHAIVHWVHKKRKKTSPTTNADLESFGLIPN
YNLRSQISEWQQGKRA*                                                               



>Ehux_243980                                                                    
MPAQVPAPDAAARHTGAGKNTLIWNATMTKPIKVGHLKANRLTVYKEQAGCGTFFWNDRRSRKEVRGNRLWTTLEGVQMR
GSRPDARQLPLESQDEDEDEDGDIVVQMSGLGLGASDSEEEEQLQRAIARSLADASNQQHHGGHSAALPEELLCPILLTV
MVDPVSTAEGQCYERAAIER*                                                           
>Ehux_369965                                                                    
MAEATAAADRNAEALLADEEAEKEAEQRAKERKAKKKKKKKKDRGGGSGAGPSQEPQGEEAEAVAAAEGGAVAAAEEAEL
AAALQKSARLEEERRVAEEEPPQPEAPPREEEPPEPEAPPREEEPPPADFICPITTEVMSDPVMATDGHSYERKQIERWL
ATKSTSPMTGEALEHSILTPNHALRGRIREWQEAYHC*                                          
>Ehux_244062                                                                    
MAQETEDEAALATGEEAELAAALEESARLEVGATRAAGDQARVAEGVSSPAAEAPPEGEEEPPDDFICPITTEVMSDPVM
AADGHAYERSAIERWLATKSTSPMTGEELQHTCLANHHMLRRMIRETSSDTGGSATQEWSGAGAVSPACGGLPPEVPLRI
VARHPRRSCARDGPRCASVATYAPALSAPKSNLELIQRLRGVEKSTLGVALVKPSQHHAERFLEPYEEVPDGRTCGFSTT
TRDVVSGFC*                                                                      
>Ehux_459155                                                                    
MATIATIMGEQRPSPQQVADEKKFSRVTAKSLEKVDAEHVPEELKCPITKRLFEDPVVLPCCGASVSGSALTQALVEDPA
SGGTRCVLCATTGVRVDEVVPNKHAREMLRALYEDVKHAKADAAAEPAANAAETFVPEAGAAASGVVKSESAAAAAPDDD
WGPLEPATAGMGGMPMGGMPMGGMPMGGVPMGGMGFGGGGGMPNDNNGGHGHRPGDWVCPNCSANVFASRHSCFKCNTPK
QVWFQQQAMLQQQMMQQQQMMQQQMLMMQQMRGGGMQGGGMQSGGGPMQMPHRGQQMPRPAQGPGGGGARNSDSHAAAIM
SQARELIDSVKRRRERESGGGDFNGVVVKVEGQPAKERDAQLRAAAIDVDNDAQSCSAGGAAEPHHPPPVGQVRRLPSGV
SFGDDEDGLLALGQES*                                                               
>Ehux_76124                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHTFLAPNHTLRRQIREWEEANAC*      
>Ehux_60134                                                                     
EPPADFICPITTELMSDPVMAADGHAYERSAIERWLATKSTSPMTGEELELTRLFPNHILRRMIREWREAH         
>Ehux_247391                                                                    
GGSPSAAEAPAAKEEEEPPADFICPITTEVMVEPVVAADGQSYERTAIERWLATKSTSPLTGGELEHSILIPNHNLRRTI
REWQEARASL*                                                                     
>Ehux_76718                                                                     
EPPADFICPITTELMSDPVMAADGHSCERSAIERWLATKSTSPMTGEALVQSFLAPNHTLRRQIREWEEANAC*      
>Ehux_247884                                                                    
MSDPVMAADGHAYERTAIERWLATKSTSPLTGGELEHSILVPSHMLRRMIRDWEGARKAASISLWSVAQSRYKTLI*   
>Ehux_120571                                                                    
LALVPHPPKGLPEDNHVGVVQTDAKHIAELLLESEKGLARKRVASAAADVASQQVASQQEEGERAKESKKGKKKKKNKGK
GGAGPSREPEDEAALAAAEEAESAAALEESARLEEERRAPDEQASSSFAAERPPSAEEEEPPPDFICPITTEVMSDPVMA
ADGHAYERTAIERWLATKSTSPLTGEALDFTRLFPSHILRRQIREWRGR*                              
>Ehux_248541                                                                    
MQEEAPREVPEAGSSSLAAERPPLVEEEEPPADFICSITTEVMSDPVMAADGHAYERTAMERWLATKSTSPMTGEALEYT
GLFPHHMLRRQIREWQEAGR*                                                           
>Ehux_249324                                                                    
MGLLLPKGGSVAHTPQRWTPAAERPPSVEEEEPPDDFVCPITTEVMSDPVMAADGHAYERTAIERWLATKSTSPLTGGEL
EHSILVPSHMLRRMIRDWEGARKAA*                                                      
>Ehux_249951                                                                    
MYDTVSLADQALDDQKTLADLRMLADQTATLSPTGSPPQPEAPPREEPPPADFICPITTEVMSDPVMATDGHSYERKQIE
RWLATKSTSPMTGEALEHSILTPNHALRGRIREWQEAHH*                                        
>Ehux_121425                                                                    
MAEELVCPITQELPVDPVTAEDGRVYERSAIEAHIKGRSAEALKSPITNEPMGPRLFPAVQTRNNIERMVKSGAIGGDKA
AAWQKRIEEEKRVAETRRKAEGGDRDAMAELGFWYKDGQKGLAVDLKQFEWFERAAELDEPTALSACAQALLEGKGVERD
TARGHFMLGAGCALGAEHACYLKGFGHQLGLWGLKKDDKQATRWFRKMPGCSVKNSAGNREIAAKWLREHAPIV*     
>Ehux_77584                                                                     
EPPADFICPITTELMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHSFLAPNHTLRRMIREWQQARA*       
>Ehux_60320                                                                     
PELLEQLQCPLSLDFMKDPVMAASGQTYERAAIEKWLAMGKRTDPMSGQQLEHTDLVPNVLVRSL               
>Ehux_77672                                                                     
EPPADFICPITTEIMSDPVMAADGHSYERSAIERWLATKSTSPMTGEALVHSFLAPNHMVRRQIREWQQARA*       
>Ehux_317662                                                                    
MAEAAAEADRHAEALLADEEAEKEAEQRAKERKAKKKKKKKKGKGGGSGGGPSQEPEGEEAEALAAAEGEAVAAAEEAEL
ATALQESARLEEERRVAEEQPPEPEAPPADFICPITTEVMSDPVMAADGHSYERKQIERWLATKSTSPR*          
>Ehux_254122                                                                    
EPEDEAALATGEEAELAAALEESARLEVGATRAAGDQARVAEGASSPAAEAPPEGEEEPPDDFICPITTEVMSDPVMAAD
GHAYERSAIERWLATKSTSPMTGEELQHTCLANHHMLRRMIREWGETHSAR*                            
>Ehux_254497                                                                    
ETEDEAALATGEEAELAAALEESARLEVGATRAAGDQARVAEGVSSPAAEAPPEGEEEPPDDFICPITTEIMIDPVMAAD



GHAYERSAIERWLATKSTSPLTGGALEHSILVPNHMLRRQIRDWEGARKAA*                            
>Ehux_254550                                                                    
MPSKRKSGATDAESKRQRAATLADEAASEFLCPITLELPLDPVTAADGHIYERSAIERHMATQGAALRSPITNMPMSPTL
LEATQVRNAIEKLAAHIDGDKAKRWRRRLEESEKLVHLRRLAETGDPEAMLSLHFHYYFLKHQPEEAFHYAKIAADLGNA
RGLQKAGFALCHGKGVCKNQANGVALLAAAAGAGHGYAAYELGLVVFIL*                              
>Ehux_78355                                                                     
EPPHDFVCPITTEVMSDPVMAADGHSYERSAIERWLATKSTSPLTGGELERSILIPNHTLRRQIGEWHEAHAGR*     
>Ehux_256363                                                                    
MSDPVMAADGHSYERSAIERWLATKSTSPMTGEALENTGLFPNHTLRRMIRETLDR*                       
>Ehux_78731                                                                     
EPPADFICPITTEIMGEPVVAADGQSYERTAIERWLATKSTSPLTGGELEHSILIPNHNLRRTIREWQEARASP*     
>Gthe_54844                                                                     
EQSIPTSFLCPITHEVMENPVLVIESGHSYEEAAILHWFSSHRTDPLTNISLSCLAFVDNHTLRNAIQEF          
>Gthe_99531                                                                     
MRRSGGLNISSSASRLADDPRGRSKSPGGLRNWRNAEHEGSRNGSGHFLSPSMPAREQDAAILQSVSGDDVKIRQGKALL
KPSEIRNRTPGKKRQKDWGECPLTFDKIKEPVRAMDGNVYERWAIKKWLEENGNRSPLTNVVIDPTLTPLQDSDEGTVKG
SRFVSSPPRDKDGVKTEINTVLNTVRDVVNVDESLYTDVEPVSGKQDATPTRAPLPRAASASPAPAPAPSPAPAPAPAPA
PAPSATPLLRAESLPSAGPAHTPSGGEGQDDAGNRNKMIAEIMRDTSLTMAEKNAKIQDIRAGKLKPSAPDGAATSEREK
AERVDKSQQPQVISPNEVHIPTTKTSPPGAPKVLSHRKPVQAETEERRGEEKDVKTPASSNPSRGMPKEEVERTALQTDE
GGNGADKVGVGITFGQFHKGSLHRGALYVKHLQDGSSAHESGKIRVGDVLSMVDGKDVYRSSVDLIQSSVLGPVGTSVEL
VFKRHTAGADLGNQEFEDMETIISRLIRRPPAPGQQFGIVEETRKGRKAEEPEAKASPHSSKAAAKPPPPKPRGSDTTVV
HTMERKKVELMQRHSLHAELNQSLEIRSEKPPFTLFGKENSMVTWMLESNHFLDLSIRCSSNELVWAHRVVLAASSPFIR
HALCQDAGSHTEMVLHDCPRKEVEAIVHFLYHGRLLVSNAWELIDLFLVSNSLEFECVQEASEDGLIAMITIATCCELLE
LSSKLGSARVVESCRQHVVNNFEEVSRSSSFLRLDEKTLESFLQSEQLVARGEEVVYEALVRWILRQSEGRDGEPLRGEK
LFRHIRFATMSSSYLQDIARSDLIARSSRLRSYIQEALALKKSGAQAQARPFVGDKDASPAKSDKKDEGNSSMTCDS*  
>Gthe_100248                                                                    
MAGAVGVAGRERGDGGWGFGEDFGQQVDLTGRIREILVNYPPGATILKEFIQNADDAGAQQIKICLDERSFPSSSLADPK
LGQFQQSSLLVYNDAVFSDEDFDSIQRIGQSSKQAHPTKTGRFGIGFNSCYHLTELPTFLSRSSIVMFDPQAKYLPNVNP
ANPGKRINFLSEEIQRNYPDQIAPYFNFGARSDKAFNGTLFRLPLRTSEQASHSRLSSHHCSPSELRLVLEEFYEDCAHT
LLFLKSVHSIECLHYPADAKEPATLWKVCIDNMDEKLRQGRRAIAQSVISSRAKFKSGSLEYSDVASDYLVKILSKNALR
ATQKSETWLVCSSCTSSRTKVGKMASDPACIKMKLVPWGGVAALISRDGSGMIKVKGKAFCFLPLPAETDLPLHVNGYFE
LSSNRRDIWRGDDMTGEGKIRADWNTALVEDVIAPTYARLLLHLTGRVKGESLESYYSMWPSTQVGEPWASLSRRVYGEC
AVHAVLYSRVGGGKWVTPMEARCLSENCQYREAVSEALLAEKENVVENVPSDIMNGFSTINAPLFSVNPRWTREVFIGSE
KTFWPSPQVLEVLTYCLSDITISKHTNDSSIYKSLVGIPLIPTADGRCTRLGSSKDKPIFVGTAEEVALLHSMKASLVDP
VAPEEILAHMRSEAMGAYTNVKVLTPGLVSACLERVLPDGWRGLEEVRWRAGEDGQPTKAWLKAFWSYARDEEVLGSFGD
WPLIPTQEESLCRVSSKDCRVVDGASTMGEGMKHLLSKLGCRMLDREYISRPDAVRGYVQSASLQGVMTAALSGNGGSVE
LLCERVSGLSGSEKRELRAYCLQQRWFQAGEEGDGKGRLVVILPVHEVYGRDTSFVGISWQQLPPGGIPERLLTSDYLRA
DEAESRVYSLIGIKTAKLHEFYSEGVFPRLREMELEVCEESVHHMLANLPQICREDKRFWERLRDLEFIPTASGKLARAQ
DLYDPSVEELQDLLEGGEFYPAKSFTKPELIGILLRLGLRTSLDRTGVVRIAESIAVDRDVENRRSKAFLRFLNGNLKKL
VSKTSASVGTMASLGIQSIFNSFVSQSQAGEKLGKSSSEISIETFRERLSSLNWVPVLVHSPHQLLPWTDDRSPLACPSD
VRPKADLCLISFYMSIIDGEVTCPVMLDFFSWNKGLDVELVAAQLVKFSEIKHSEDNPEAQALFNSSIHKIYETLQNRID
QEDLSNVKAILKSASWIWLGDRFVAPSRVAFRCTLNGKPFLCALSSELLQFSRLFRAMGIKESFDGRDYINALQEMKTKY
QQSPLSPEMLDIAVAMVQFVADDRFHSSEIEIFAPDSDNVLKPATSLTYNDAPWMAPSAIADEIEFVHPKISIEVADRVG
VASLRKQLLFQTSDLVDLGLQDSESFGQSESLTGRLKHILELYPEGPGIMNELIQNADDAQATEFSIIVNKCTYSTSSLL
SPRMASWQGPAIYFHNNSIFSPDDFKNICKIGQGSKLDFLNKIGRFGLGFNAVYHFTDVPSFVSGDYLVYFDPHTKYLPG
ANIQHPGIRIKFTRNKVLDQFPDQFKPYLLLGCDLTNRYEGTLFRFPLRTVEVAKQSEIKGQSYLLKDLTDLVERFMRIG
SEALLFLKNIRHINVYEVDDSGENLSRICSLQAFPSPLTDAQSISSISDLLQKGNVSSNNRESLHDLLKRYTPENNPKVE
SCIEIRQYIGDNEEQREAWYVLSSLGGGAARQLAIDSSNTSLKLVPWGGVAALISRDGSGMTKVKGKAFCFLPLPAETDL
PLHVNGYFELSSNRRDIWRGDDMTGEGKIRADWNTALVEDVIAPTYARLLLHLTGRVKGESLESYYSMWPSTQVGEPWAS
LSRRVYGECAGHAVLYSRVGGGKWVSPSKARFLNTNDELVKEIGDILLSFGEPVVDVPDFVLKGFRSSVKITEICPTFFR
WFLSQRDKEVLANFDRNKILNCLAYSLSDMILGSPIDTDGGEAYKTLIGIPIIPTADGRCTRLGSSKDKPIFVGTAEEVA
LLHSMKASLVDPVAPEEILAHMRSEAMGAYTNVKVLMPGLVSACLERVLPDGWRGLEEVRWRAGEDGQPTKAWLKAFWSY
ARDEEVLGSFGDWPLIPTQEESLCRVSSKDCRVVDGASTMGEGMKHLLSKLGCRMLDREYISRPDAVRGYVQSASLQGVM
TAALSGNGGSVELLCERVSGLSGSEKRELRAYCLQQRWFQAGEEGDGKGRLVVILPVHEVYGRDTSFVGISWQQLPPGGI
PERLLTSDYLRADEAESRVYSLIGIKTAKLHEFYSEGVFPRLREMELEVCEESVHHMLANLPQICREDKRFWERLRDLEF
IPTASGKLARAQDLYDPSVEELQDLLEGGEFYPAKSFTKPELIGILLRLGLRTSLDRTGVLQVAYSISCSVGAGDDMDVE
HRAKKLIHFLSKYNSLICEVDDSWDSFRNELLELRWIPVLQVPPSQQIPWLSQVPVLDSPLNSRPYRDLALVSSSASIAS
IEDFSPELEEFMGWHRPIPLRAIVSQLLEYGKIFQDQSFIDPLMNSTEAFTLPDQVKVATLQIYDFLCKRVHEWEGNLSS
ALKNQPTLLLPLGFVCPARVAFDCNVDCAPLLHGFPEELEEYKDLFRKIGVRQSFSRSDYLSALKRIHEAFCGQQLDSEV
LTLAKNLALEASRSGEDGRNLGEIFLPDADSFMRPASQLVYDDAPWLSSTMNDVLFVHHEIGNEAAQSLGLKSVRKLLIS
GQLNLKDLPCPSPSMIGSTLRDFESHGQMLSHLVDFADTLGSREVCFLFDFRTHNSQSLLQPNLSSLQGPSLIMYIKGVK
LGAEQISRLQCQNQDLQGLHRSVKNGPGLNAMYHFTDVPCIVSGEGLYFFDPQGCYFMDQDQKKARAVGKAHLYVNSDLS



NKFADQFVPFQVFGFNAEREFHGTLFRMPIRLASKDADVEFSLGRQMDQQEFQELLDSSTNWLNHEALLFLEHLESIEVF
SWSEKSDKMVSEFKTCIDLSVSASIRLSRRALSANKEWQKFNLMSVFGSVPAIKHMYELKINSLNYRNDVRQQHHWLIAG
MIGSRTSRKMALEQKTKKLIPCVSVAALLSCDGSTLPKLEGHLFAYSKVMRTGLPVHINGWFELTSNAFALLQQGLSKEN
LSSIERFELEWNQELLESSSDAYVDLVSALCPRFKDVPLLFYSLWPQLSSIENPFIDTVHRPVYSKLGQLPLFLLSSGNF
VKLQAGVFPPEASNSSLQRLCALMFPLFSCPPFIGSEIRNAGIRDVSEISPDKVRARLKGDPRLFDALLAGCSRCRPAPP
TTDNIDLVAGVVKQENSDNIDIAIDVLEFCLQDLSSHGRKDFRSLHSVRLLPLANGTIVNFPHDALVASEEEQNLLPGLK
NSFVHHRCSSRSRKLRLRGWFSNDEFLQSTSLKRFTPELFIRRLDSVLPASWKRCRRVSGYSSGGVGLPPPGWLHNFWKF
VGVRGIYLVDEWPLIPLCDGDLVSSECIMQVLNLTEDLPAESTELAGEGQELRIFDFGSDRLEFDAEGTEVFSALLPKTD
PTAFARQALVSLSSVSTVFQFFANAHRTNMINTSEIRSLRSLPIFETKQGNFVSIDEGDYFLCPTNVPLHVEDQRLLKLQ
EKRFYDGVEELDDAALFEMFVLPKFQTFDISRRQAALEQLRCHWPKVTSKYEQPNFCDLNSQIQRRTNLVDKLRELAFVE
VGEHLYRPNELFDPSNRLLWRIFSSEPLFPQGDMTSDEWLSILRQLGLKTFIDAELFLICARKVTSRFATSTADDQEKNF
CVETSEMLMRHLVNNFSSLQNSAFCTELGSIPFVPALLPPVLVNNKHWTHEVQLCRFQEVSLASDKFMVWSVSPILTGDV
NLNQMMCKVFKVESPPPLPRVLEHLQGLQRVPVSLWPVEEELTEGFHKLLGYLGRSWKGMTEKQRKSLQTIELIPVGPTG
DVKLVRASRLFFRLQGDYAPFMFEVPRSFGTHEHLLRSLGCKEEPSTDDLVNFLHEVSSESRRLPLNPNELAAVVKVIGA
VADSGANFHGSLPVPDVHCVLRSSQDCFHCLDRELLLTIDRNVVQLVHPSLTAFCSVLGIRDLSKALSHQLLEEPSVMEC
PEAAALTARLSSREFATALLSMCHEDVGENEVQRKLASLQVCFTETLRYSLFLDGRQVSSRSSIEVLASAVDQYIGSQLG
RNLLLLSYLLTLEPADMLEAMEKMGMKGEGRDSLRTRGSPGSKLVPMDHELLVLEPCRRFRVGEIIAFEQDSNFHYGVIG
ENQPSTDEEEDMDCGIQRLPVRIGMNQTKWMLSSDLFSFKPTTQPQDSPPSLPSDHSAPAPQVPQVTREGGQGITSSEVV
SAVESLLKKMEVPLSLDQKQLIQHSVELKKELHSVKRNFQSLQGTVEELVSRQDRLRELCSCPITQELMKEPVLASDGHV
YERSAIERCMREGRPSPLTRQELEPFLAPSHAHKVLCRLLERDG*                                   
>Gthe_160790                                                                    
MRYETSWEKTKQGGRATSNGERQPSRSGLSYAATSAWALVLLLSPAFLHEITAMKPIGVRFKGGERKAGVLQSLIHVISQ
RNFKRRIRSHGPHLLPERLRLRGSGDDDVDLFEGLMESQGSHEFLGEAFRNGTESIKEQAVGYMSIMMQEYRFFGRFTAK
KLLSTANMFPVLFEASIDKMLEDKKQFSESFLAVLEDLPNTISDWISQYLVAGPWFKTATRSEYNTQFIHEAVFKLFGPE
QLRRHLLGSNLWSSRDLTDTLLGSFIRFSVTDAVANNEDYRKRLFGTGNHGAFRVEQRVDKLLMLDTPVVTDAAALNFLD
LMLRSHEIIKNKRKFGYLSLQQACNKNVDWTRRDLRLRDTTETFSERGLAQPWRLANEEEIKGVIDWSYCYDKDSTDEQE
NMTSSSQAKNVSQETLFFFRSLAALESADILLLKFCQYAMRIALLQSDEDLSKTPENIIYALCDGTRLCGLMFPKLNILV
MHLQFLIHQEGLDTIFSFLSRLAFNPKLVSSAAAIRDLTSHEVSNIYNRAAIVRVLYGFIPVKMAVDIGGPAVTLLDGVT
MGRAKLMPMLMRHFVDLEALGSDDINSNRKFGYRTHVLVLMDYLWENEGKFHQDMFAAHVQENPMDFVRFYNSLLNDLSF
CFDHAFEGIESIHQMETAVPDPNEQPIETFLRRTEEFSRREYWQSRCSALMVYGADMLMITKRFIDRKSDAFLSEHLVER
IASFMVRMVDRLVGQSCSKLKIKDPKAFCFEPRHILTLSLRSLLAMSAHEKFLAVFVKDPQLLNEKLFFKTCDLLSKKSV
LSEEERRKFQEIWGKIASLSEEQTLMVDPVRLPSSGIIADRVVITRHLLTDPHDPFNRAPLTGTSCCACVLLEQLRASAE
EQLVPQEALKQKIGEYRTAKAQTLHPPPVARVLDLTGTPDESPGADGERESNKTTSEAVDLNGTRGSMESDFELMTECSE
EHRRLRPIEGQSRFVEDVDMDGIERAEVVDEMEEDEEDEDEEDEDEEDEEDEDEEGEYEEYPRESADSRNVTFRVGPTGS
TVNFSDFRMVFLHSDGSFSNETLPLFDFASMGNMSQIEVDQEGH*                                   
>Gthe_132630                                                                    
MSLGFGFEYKTPEEAVVTVVEPGGPADAAGVRVGDVILQVNGEPVQNLPRGLKETLTMGGLEPRSVTIRRRPHKSPGKSR
EDVSLPPAAAAHREVGRECFRQGKWDEASRAFTEAISVCSDSHTLYTNRALCHQKLGRWELVERDARLALSQPKGGSNSV
KAHYLLGKALLELGRHEEAKHELLKSMSLSSSPDFKNYRGSIDAALCLARKRIWEKEQVKRSGRDYDLREELLQLAERCH
ESKKRKGADAPQTSALEDRSNAIYLVFKNSAQRNEVSSIPKTYDREAIEEHLAKSGGCDPFNANERYTASQLINNLALKN
FIDQFLEKHPWAFEHVC*                                                              
>Gthe_84671                                                                     
MSQEDKDRELAQRLQAEFEAEEREMKKQEEERIQQEQQTLLERQLREQARGQGRQEEQANSPKEEVSREVREEEKRKALE
LQQKEDEVRRKEELLRKQEEELRKRVRELEELSLKQKQEQENRNSSDDIPFEYQCPITMDVMTDPVIAMDGHTYERQAIE
SWLKNHKKSPKTNLPLPSNMLIPNHALKSMIIEWKESRKKKR*                                     
>Gthe_65299                                                                     
MLGEENGSAHPSFFCPMSRQVMTDPVTCCDGLTYDRPHIEAWLQDHDTSPLTNARLASRTLVPNIALRNAIEEWQQQQ  
>Gthe_65545                                                                     
MQHEVSISKDFEDMPPSFICPITNEMMRDPVSTCDGHSYERSAIEDWLQKHNTSPVTNLLLESTILIPVHALRNSIEEW 
>Gthe_150788                                                                    
MSAPSKSDMKAAIKEVQRQLKSHGIKLKDSSRQAADALEVLQKFPYLRPSVGMMSGSEQKFFKLEGTVQMFFNSNGYYVP
LAVFLRETHPDSPPVCMIQPTPDMMIKPHHFHVDAHGLVYLPYLHDWTKRSSIVEMLREVSAIFTSDPFIFKKPSQPPAT
PSYLKDNANKGATKSKPVYEQESCSCSQIPNLNNCCQQTAGGKQTVQSPPHRTPPQPPVARNTPDVNQIQKTMRALDLKG
PDLTNEVKAKAKEMDELDSVLENSFRCPISMEIMSDPVFAADGHTYERVEIERWLQTRDTSPLTNEKLPHKMLTPNHNLR
SQILEYQQKNAIH*                                                                  
>Gthe_54638                                                                     
ATLLCPILKMVLVDPVLAADGFSYERRAIESWFMRNGPCSPVTGEEMSLELRDDKQKQEELRLWRAS             
>Gthe_161944                                                                    
MDSISSNRDEWCQELEDERMISNSKHCRSLVVTNRDGRRCVEKRYSLEFLEEKNIHLEDLNRMVGLLKELRHPNIIRVRE
SFHNTMYWILVKEFSKAKTLEQLICEENDLSRKNVMVLADQLTSALKYLHKMGTPHGNLKPSNVLVAEDCHLHVCDMQLS
SELCPPEASMVYCSPERFQDGKASFHDDVWAMGCVYLEMILLEVCKESFWKVVNGQVELRDNLLGKIYLFSSCFGLIIKR
LLSVDVHLRPTTEQVETLLSVYNNVEEPYQLCCPIMGVMYRDPVFVPGSGNTYERSAIQSFWRNRTPGTRPRDPLTNIDL



PTETVYVNWDKRREVAAWLAEHADYVPYGWSSRCDVPPVESRLGDALAGTAHLQPGGVLGYNLLWLADVLVQNSSILFLL
LATVFYALGLHELSQYDWMNCPNDKSMAESSAVMEYPVPKGSRLQILEVSSCSEHQLSVKVPAANLFDFHFDRFGISLII
LGVVWLWTRTACKVNAPLPFIMCSAPFWLVGSHLFRDSLRPLYEDIDLKVGPGILEISSTLFGLACRTRAMQLRDVQAVR
QSSGMQRNDELLSELEIHQGARVHRWGTVLSSLEVHYVKKVVGEYIIRQEEELRDGCSRQQAGGGGCRWWLQTNEELMRQ
FAEGREQASYERM*                                                                  
>Gthe_135841                                                                    
MLRMEGLLEMQEEEIPDDDQIQMPKGMFGRFFGKKDPPKSRDEKWIKRRFVLTDDTFRYFRPSENSERERRDRALAAMNS
RTAPRIEFGSDKIYTRDFEEILVNLGNFVICSEVRQLNAAKIAATQKEAKRNQVMAYLRCNDTHLKARDWQDLAYPGFAI
REIAPRSIAAESRLQVGDVIEKVNNCSVKGKEKEVLSIIRNGLQTNESIDLQILRPAQEVVTGDIIAVQGADGKDSVRSV
SAMLHKERPSAPMAERTSLSRKEAQDLEDRMLELAIKLSLDEQNSVPSQPEQPRKRLSAPAQMEDSDDDDVILDPRRGRR
VVSHPVGQSVKLPLKSNSNDSSHIPDEFLCPITLEPMSNPVLAADGFSYEKEAMEEWLALGHRSSPKTGAPLSHLSLTQN
HALRNLIREYVWAPQDAPR*                                                            
>Gthe_105141                                                                    
MLRRCDVAFCEKLHGPQAVFHGVKGSSEASRGSKPSLLAPLSMAFSSVDALHMALPVFGAAFLAAIFLSFAAFLISWLYR
LIFVNAWAFLISKIPNSLIAASDEDGESPQGRWSRTPARARQTATVRKEEEMLARGGKERLKPAGQPGGADLLKKNKVVD
DRPEAANLSCLDAWQIRRSKDDPEYAMLQHVEFGMSIELPLNGVGVLFTAGGGTVVKRCWPDGTLYDRFAFRTGTVLVKE
ERKERGRNVVFADSLRDFLGSQSQKTIGEWSFQLEESGRVLLGHDREELLLLDDGFAFFGEESRGVLVRRKEEVQVMDSS
SLLRIVGRSSDAIDRQLERKKRKRTQEEESMQEIPEELLCPITRKMMRDPWIAADGFSYEREAIEEWFSSRGVRSPKTGL
PLPDARLVPNNALRSLIVSLTSDADASQ*                                                   
>Gthe_151687                                                                    
MNAFLKPDEEREPRHSLQSNISSEADGDWEFVPSPGLLPTDHAIGSSKQQMLPVEILQRAGDWIQWGLDGAVKGVERTCD
GINGLWHYRRVSEERRDALELASRQQWKLMEIEQQRIKEQERAQQEEMKRKTELEDQMRVVQRVKKQRDEADARLREQES
LLKQAAKIGKDQSQELERLRIEAEQRKFQEAAALSALDELRERQHLAQEESREKARLLKEREQELHRQQEQHQKELQALE
EKLEKMKEAMESQANSSANRRSWRNSYGSEEGNEDNFPDEFYCSITLEVMREPVLAADGFSYEKAAIEDWFAKGHRTSPK
TGAQMKNTELQPNLALRNLIQGKIKQRVAAEQ*                                               
>Gthe_136887                                                                    
MGVTEFHWTLQDPINWNFENLSAQETRTDVYSREFQAFGRNCRLVLAPRMKEEVSAGTGMKMRRTPVVGLFVEFCDACDL
SQEAHVFEYRLTIRNQKDDNLSISMDEVADFSQTGGSPQRRFGFETFMTLDLLKDVHAGYMNDSNIIVHGVFRRVDAIPE
VISEVRDTQTIKLCAIFESDLKSHLGIDLFDASTVAQRNVSARCRLIDVVDQLSKDHTWIQKEQFVLYNARCKDGISRCA
RITSAELYHGLDCLEHAGDSLQLIFLKQESLLSERSKRLFVKVHDESLKSFKYAGCYTVHDETLLRDLYINVMQSWRLSR
GDEIFGWREADGGLKPLMDSKPVRLSGLHDGSTLYLRGQRTDAQQVHLLLQKLQLTRGSNDLRLEPFFLTMEARAPLLEL
LDTIRVSSPAASEAGTRLLLCDHDVATNSPAATLLWDDSCAQTQGRTSNSILHLLARQRLGREKFGFSHKAPYMLYMQVL
KDRESIDTTIAWYGPKATRELAFTVTLSTNTCLDDIMRKLRQMAPVRGAGDLRLLAVHDHRILHFFQDSDEIISFNPDRV
TLRAEEVAGDDYSAQLPHQYVEFRRIASRLDLSSDQLSLHVVGLGATIKPLADRAALFSQHDLGYGDFVGIEIRSDRVAE
GNNARLEEASENILKAANTSNVGYLMQYPDDALLPLEAKDNREEPQSHELDIDLVKRSLENQMKQFASVASVDGAESESF
FETIRMLEVQLSELQSVANDKIERLETQVDSLTSSNLQERIEELLAVNASMELQQEKLMAENALHRDDVKRNSDLSPLQI
LDMLLESDMVNISLKQIELMQNVPDGFRCPITQEVMRDPHIVAETGLSYEKSAIVQWLQDHNTDPLTNLRLKSKQIIPNH
GLRATIEEFLTHQE*                                                                 
>Gthe_53498                                                                     
FSCPITMEVMSDPVTSCDGHTYERSSIETWFRQNASSPLTGAVLGSKSLLPNIALKNAIQEWHTQNA             
>Gthe_56264                                                                     
PEACLCPITRCVMQDPYMLVDSGHSYEGAAIRKWLERNSSDPCTNTEVGSEANMVPNHTLRRLLADLQ            
>Gthe_53147                                                                     
QEVEHPADFLCPISMEVMKDPVIAMDGHSYERQNIERWLEDHNTSPLTNQ                              
>Gthe_87149                                                                     
MVFSSNDVYIRNPYLRGKLLEVMSLLIPRGRNEGFELGGGSLATLFEEHDIARKFLVPTLIRFYVDIEVTGRDYSNNQFY
EKFHYRHYMAELLMYIMKFPHYITALKRESENVAEFVRFINMMLNDIIHCIDEGLLKLADIRKTEFEKADTQAWNAKSEE
ERNQAEQHLQTMYGQAGWGLQAATEVLTMMEKLTKHVLDPFLRAELADRVAAMLNYVIKTIAGPRCIELKVQHPEKCYFK
PKELLALVVEVFMNLAKHEKFALAVVRDERSYDHEVLAKVYRLIRTHALEDESFCQQFLDYTQVLQESKQNQMELDAKIE
EAPDEFLDPITQDIMTDPVILPTSGNIMDRQAIMRHLLSDETDPFNRMKLTPDMLQVLALLTCGAGLEGRLP*       
>Gthe_71541                                                                     
MLGGGGEEEEEVPHSFMCPILLEVMRDPHVLRETGHTFEKAAIEDHLRRYKTCPITGIQLKDTTIVPNHALRNAIVDYVE
>Gthe_61235                                                                     
ELQPLASFFCPISLALMTDPVSSCDGFTYERSSIESWLQLRLSSPLTGACLPSNHLVPNFALRSAIQEWQERHA      
>Gthe_62234                                                                     
SKRPMMANNGKALPAFFCPVTNEIMRDPVCTSDGKTYEREAIETWLKNHDTSP                           
>Gthe_163902                                                                    
MPKRRLQCGSCGTIIKVSSRVFRPVCPQCQTAHTFIRCGRVECGTLMCLPENVNQFSCPRCNVQLARPGHSQARSGPMAV
RCGNTACDFLMTIPGNVGRFRCPRCSMEQVLPGTEEALKCRARQEEALRQKEIRSRETKELAELCKLFGIVDSAVVEAVY
ESCDKQRTATISRLLEMVEDTGAIEDDLREEVIRLQDQIVKVRALVEQSIRCPISGNVMEDPVFAADGFSYEHSAIAKWL
KTSNLSPVTKEVLSHKNLIKNHQLRGQIQGWKEQAEAAQGGSGPPVMEALSCATGSISPLEYTMDTDEDTEAGAPLRTSD
HEEKGGFVSQMLRSINSLSGSAKRSGEA*                                                   



>Gthe_55908                                                                     
PSAFLCPISRGIMKQPAITPDGSTFDREFLARWISTKGTDPMTKKRLQLHEIAPNRALRSLIEEWIRQR           
>Gthe_74155                                                                     
MENDVDHKTTPQQPETAPVALNSEFSEDDAPEEFCCGITREVMVDPVLLVHSGMSYERVAIEKWLKISKKCPLSGKFSSI
PRVVENINLRKAIRNFFEIRR                                                           
>Gthe_141772                                                                    
MNMFRQTSSGDRASENRTRATSTRSRIQVNGEAEQASIDGEVRPAEVIPAADEDSSVGLPERSWGRGGSEQPNRYAVCRR
CGKQGVVCRCVGDEWERLTHGRGSENAVHVNEETRSHAGEHESRRNAGATGTTLTIRLRMPESGGGAGAGAGAGAGAGAG
AGAGAGGARGHDEHSEGSRSHQDSAQPDFLLPEGLSIPPEMLCPISSDIMKDPVICSDGHTYEREAITRVRRGQAEQC* 
>Gthe_74853                                                                     
MESEVDFSTAPSIFQCPISLKVMEEPVFAADGFIYDRKFIELWLHENQVSPMTNQPM                       
>Gthe_74968                                                                     
MAANQGALPSFICPISMALMTDPVTSCDGHTYQRSSIETWLRHRLSSPLTGALLPSDHLVPNLALRSAIQEWQERHA   
>Gthe_112856                                                                    
MQPPQQGNGHRHANFGIHFSLNNNLRATRERGGWRLLVVAVVVYSLHRLAVYQGLLPISSKGDNAVMARERLHGVHEWSP
QDVADFLADLGKDPEEKKGMKGAAERAILNGIDGNLLLHHVANSPEEYYEMLGLDGKEEGAARGLFAAAVRDLRTLARKH
PRDFWEFRSSHREMVYLMEKAILEQPRTLMIWLYLYQQEDALERLFASNDSLFSHVCFWVMLYMLPNVLLMREALGFWDD
HRYLVAAVNEYLLVRARIQRARQQINGNFIITWLCKALWNDLWAETVSQILAAAMLWYVNASIWRMVPWVLCDLDLYYHM
TLLPFSRTYRFLRWFFRGGNEDPPMNHLHFAMNPFVFGWHGEARGGGQGSSLHEGPPRPMHWPPPIDVPVDIFERVVSVP
DSFICKITHDIMREPTMQRQELDLEEIKLKLMTGEDPMTKKPFKMEDLAPNLALRDMIEGWIEEHRSDRSAHAHVE*   
>Gthe_75270                                                                     
VEDELKCPITMSRMRDAVVTCDGHSYERSAILRWLRRLQPPVLFSFTSSM*                             
>Gthe_75562                                                                     
MAADQGALPSFICPISMALMTDPVTCCDGHTYQRSSIETWLRHRLSSPLTGALLPSDHLVPNLALRSAIQEWQERH    
>Gthe_154289                                                                    
MKRRSALRDPKVDSATRVAMLLSRGKAEQTPSMHTEAGTLTAWRRGHATQSYGLHVENKERWREPESRIRSFHWISSGVH
TEDEEFDTVLLLLEKRLIKQARADHMPRVYDMLRSLRSCNYEYQPSLGACAHAEEDHANCHGSPSSLPKEFVCPISHDVM
QDPVVALDGHTYEREAIEEWLKRSCRSPMTGQMMMGDEVIPNFTLRSMIHNFISIDRRVS*                   
>Gthe_76256                                                                     
MADDEQATLPSFFCPISMALMNNPVTCSDGFTYERSSIETWLQSNTVSPMTGMPLQGSGLIPNHNLRNAIQEWKE     
>Gthe_76263                                                                     
MIAEQQPLASFFCLISMSLMTDPVSSCDGYTYERSSIEAWLQLRLSSPLTGACLPSNYLIPNIALRSAIQKWQERHA   
>Gthe_115482                                                                    
MVTIDQTRTFVRRDVESLFLRSHLDTLEATDDGLDGEITEFADLETLIDRKLLQIASSCQEEEEEEKVGTNELYIHSTVY
GGSLRTSHRGSVLESHDDFVSAKVKSSVSQGSWMYEVTLHTGGLSQIGWATSRCRFTSMIGVGDTQGSIAYDGHRTFRWN
NKSFAQYGLPWACGDVVGCCIDLDAGVASFTLNGVNLGTAFTSLRRTCYSPAVSVAYGEKISVNLGSSPFQFPQAGFRAL
CRQPRTSLQQQHDYIWRSSMKFALRSMNPASCFTSAQEACATLYEDASDDVEDSSRSRRLWRAGSSPSDMSVLFMHLLLS
KIFSGKLDSHHITFSVRRYLFKHLVALCAREPNGLGAAAYVIGLMSVLLSPQDSRVLWPSLLEVCAEQARYSSLRWGTAG
GVQGDRPLEVTEAQTCEFSLAILYILLRNRITREVLMGHVESLCANLEDAMSYREFSETSLEHLPPSKILFQLMTDEVHK
LEVTWKEIFELIPQSIRSRWMLSLVARNRQAEASVVPPGVTRTFLSVNTFFIFLARSLDQLDQTSWTDKLYRLVNFSDKN
AFYLYGNIHVDVSLLGGTVQYVTRTYGSNDDVDVEEDEVVLEFRRVLLYFMFRIQSKLQQALCSHPLFCGSDVGVINPVF
MEAQDQDTMNHKKSIVCCTTTFSPRNSLLILRFFNLLIDALNSLIQTRRSSLYFVPEGLLLATLSLMIALAKVQGKQFFK
RQGGAVETVIRILVECISDRMIINPDVKASILAAMSLVMKHSADLELFQTDMDGRAECPGEKSRTSLKFELFRSLLESFD
DKNWVPTLRILREVWEGTAMSQRLKTSSFANHHDKSTTLGFGHDSCSSLTRSFVHVASKADHLETWQNVIDRIVTKLNWS
ISEATGTVNEIRNSNARMLLQSSYIEPENRVLEALEIQNLTLQKMRKIEVMSELSRDLLLALEFSCNFFPHVVSSLSDVM
LQRVVDSLLHFLSFVDNECTMFQMQSLNNVPVLQERDFKSLRQSDFLLPVLGSISALLFNQTTFKSSQVLDLDSVSQRNL
LAIVTSAAFVSSRFDRLCKLSWIKEDKSILGIARHKHVAYSKQAVAYVGDLSKIIQDTLCRGSKTSSIVHVETVDRRTIL
QHLHVSGALDDPFSRTPLNESMLVPNESLRKEIESWLMSHGRR*                                    
>Gthe_78485                                                                     
MAEQQQALPSFFCPISMQLMTDPVNTCDGHTYERSFIETWLQQHRTSPLTGSRLPRRDLVPNLALRNAIQEW        
>Gthe_78812                                                                     
MRVILNRKEIEFDLSDFICPITGDLMSDPVMDRQGHTYERKAIEQWLERSCNSPMTRYPLSKADLKSNEPLRKAIQKYQD
>Gthe_97721                                                                     
MRDPVLTADGHTYERELIHEWLTRSCCSPLTGQQLPNKDLLTNLALRNSIEEWRRIFEQLADCPPLPLAESHQLKSACIG
AGQDKTVYRGILDGKDVAILLVRKGESEHEERILQRLARHPHLVRFCGASRWNNQRLLVTELAKFGSLDVFAEQHRAVLC
ADREEEEALLFDILFQVTAGMISLHQEDILHRDLALRNILVSSFSSSPLKLQVKVADFGLSRNGPYYYPAAAASSSSSSS
SSSSSTSFPVRWTAPEALKNRMRFGKKSDVWSFGVMAWELLGYAEFIPYWKTSSDCHVLQGVADGSLQLEKPEGCSDNVW
ELAQTCMCRSAEERPSFLDVQSLIFHQRRREGRRREGKEEEDERQHAKPAGC*                           
>Gthe_81762                                                                     
MVAEQQPLASFFCPISMVLMTDPVSCCDGNTYERSSIETWLQLHPSSPLTGACLPSKQLVPNFALRSAIQEWKEQHA   
>Gthe_81995                                                                     
MAADQGALRSFICPISMALMTDPVTCCDGHTYERSSIETWLRHRLSSPLTGALLPSDHLVPNLALRSAIQEWQERH    



>Gthe_81983                                                                     
MAADKGALPSFICPISMALMTDPVTCCDGHTYQRSSIETWLRHRLSSPLTGALLPSDHLVPNLALRSAIQEWQERH    
>Gthe_82007                                                                     
MAADQGALRSFFCPISMALMTDPVTCCDGHTYQRSSIETWLRHRLSSPLTGVLLPSNHLVPNLALRSAIQEWQERH    
>Gthe_82476                                                                     
MAADQGALPSFICPISMALMTDPVTCCDGHTYERSSIETWLRHRLSSPLTGALLPSNHLVPNLALRSAIQEWQERH    
>Gthe_61061                                                                     
GKYSAAAEAYTEAITLEPSDAALYQNRALCYQKLCKWNQVLDDARKALELSKKSVKAQYLLATAFMNLNQARQDERGEGG
KREKGGREEMRQGRLVYNVAQVVKMEERAKRIEEGRWEGRRERDEQEEFSIPDAACSWRKQRKHFKMPLYLLHSRSFQVA
CAVMGDCSDIEFERRRAQLNEIYERVSEKRQESTIPESLCCQITFDLMRDPVLTPAGQTYESAALEQHLKHNGHWDPVTR
QPINPSQVVKNLAVK                                                                 
>Gthe_82662                                                                     
MPSSAQQLTPAGEDRRIPAEFLCPISKTIFKEPVIASDGFTYERQEIEKRFKSMDLTSPVTNLPFPGTKLIPNKVLEALI
RKY*                                                                            
>Gthe_56020                                                                     
PFSFVCPITGEVMEDPVSTADGYCYERRAIEEWLKRSNLSPSTGLELQNQNLIPNHAIRTSILEWLE             
>Gthe_83335                                                                     
MAADQGALRSFICPISMALMTDPVTCCDGHTYERSSIETWLRHRLSRALTGALLPSDHLVPNLALRSAIQEWQERH    
>Gthe_83354                                                                     
MAEQQQALPSFFCPISMELMSDPVNTCDGHTYERSFIETWLQQHRTSPLTGSRLPRRDLVPNLALRNAIQ          
>Ngru_XP_002682206                                                              
MQQHISTAAVSSSSPASANTSSLSGGLNQLQGATGVMGVMGRRLSLKSCSSDSSNNRFSQQLETEEKDKIEKWKDNLEHE
NHICPISHTLMVDPVVLADSGITYERSSIEKWLEKSRTCPISKKRLAGNVNQLIPNYSTKNLIEQAKEKYCNKLIGLLEQ
KLEDKKGIADCLDLIDSDLLIYVDKNEKRTMWEKIMLIKLRMMVLKRDLEMSGNLDEWFNKLEYELLESTHLIIREDSSA
IFSFDSHQFKSVKHMLDQLETKYDTTHALAYQQIKKHLDEENKKREEFEYRYRMKQFQKAKQKEERKVRREREAALQTAN
NAQSATEELSTTQWLAMGAGILGAGALIAVGLFSAFSSASGRNDRRK                                 
>Ngru_XP_002681074                                                              
MSNFIRRFLLNSGGGDGENQNQNTSSDNTTPSNDSNTTTNNTTTQPTLPTTTPTTQTNQSPSNVDSNAGLSADEIRLRRL
NRLGGTVTPITTPIKTSSPPKSNAMDTRDDFVPPSKTLTPISTPKATTPTSAKSPSSNLNKMDTSDDIIKKNLSLEERFV
HDTISKIFRVTLTPSKDSTLYYLKDYASELSNSQFTENDVESILIERISKGGFEHSGSKTIFSFLMECFERSERELDNKK
KEEQIKVIKNIKEIITSYCGIVLTDPDMFDQPEHISRQGSLQLVDYVCGDIPGTFLQDFVTRFADSPKTLETIFAPVFND
ISTRFLKITLVDDYSPYIYGFKRLTALRELSIVLVNHPLFLPRRKNGNSVEFETILGPLFKITAYYDQPKVGEQYFRNDI
ERLTNQDVANIKDQIRSKINMYHTSLQQIFMNLLKPKETRDKTIEWLSLSVDYNSARAKMQADPHVISTEGFMTNLCAIL
LKLSQPFTKIEDSKIPATAKIQVDYPMMNKDVNFKSDARFNMAEKESEEYYKTKPNTDFSFVSSCFFLTYRALHLGYLVT
QEKYQNAIKRLQDVQRHYGATPSPEVRKEIDLYYIIRWTAETHLFDQNLLEAMLDYYRFCSIWLIKLANPTNTANYPLTP
LVAGNTHTTFPSEPSKDLAAMPEFFLEDIVTCFTFLLRYKPESLSSTVLTETFDMFAMFLYHSKYVKNRYLLAKLPELYC
AMLPAGSNDFIPPILVEYLPNHKFSQLSLTSGLLKLYIDIEHESSFYEKFNYRYYISLLLKSLWNSTPYKTSFIQITNKT
DDTSFMKFFNLLLNDAIYLLDESLKDLQKIKEIQTVMDTPTEWNALTQQEKTDKTTALAQYERMVKSYMLLANETVHMLS
YLSKDIPKPFLRPEMIDRVASMLNYFLVELAGPKCQNLKVKDPEKYSFSAKYLLTEITDTYIHFSPFDEFATAVAKDERS
FKADVFERVVAILRKIGKTEDYVKKFDSFALKALEEAKKLIDLDVDYSDAPDEFLDPLTYTIMEDPVLLPVSKIYIDRAT
IERHLLNDPKDPFNRSPLSVDMLVPAPEFKKQIMEWKASKRKH                                     
>Ngru_XP_002680319                                                              
MTLSTQINCNLMEEQYEKKMGEEPIVLLNMNPSTNKQEPCLVDYEEENLLVENQRLENLVIDNISTATIQPANNSQQDEE
VDFESLQPSDDLFCPISDIIMVEPYLAGDGRTYEKELISQWLINHNSESPFTRENIGTQTIENVHIKNEIQRFFENLKHS
KVCPFQYHLSNDVFLPCNSVVEFQWAVVNKDRNLAREIYQNDVRLLLYSPEMLSELVNYNISQLTKPNKLCKKTLIDYTL
NGYELACKLGTTEMVEEMYMFLLESRLQRNIPPLLNDLTPNQNINRIVLNKALTEEIRRETIDLEKLRRLIEFGAQPHKY
DINGRNAIYVLLSCQDNVEAFKVLFENNYKQYLIREKSNPNEYFLYSATKFNRSNIVKYIMTNYPNDFDFAIQHGACFES
PLHAAVRNNNEELLSFLLSQPNVGVDTLDKNNRSPFMLACKLGLFSVTKLLYSYGAQIDLCDDELETGLHYAAERNWCPI
IELLISNGADVNFRNKRGQTPYSVASYETTRNLIHYLSARQLNFVFKHVRRVEQENLFLKSQLEMLLDRVSKLENKQ   
>Ngru_XP_002679300                                                              
MSSRKRSNSVQSEASTHSEATSPRRRVVRRTQQQNNIDSDGSDSEQENRRSRLKKKSSSQKRSSNQNQKSTSKRSNVPNH
IKIGKSIFFEQPSSSITMDDNDCEYFDSRCICDQKTSEHSNKIPMSSLILLNRIDRFKKQQDFKRIQNKDDEQILLDIIE
REGLYTKKEIERNRNINFEKSCDPSLTQEEKLQVIKRLKDQHELFRRLEKRDRKHQIYQLRCVIPHVSNEEALYALKLTN
NIEEEAIIKLTDYTFLQQIRKEIALEYNPNPSLTVDHLVPLADKWNYEQDQNSPESPSMSDQNETPSTSTSFIPPNESSK
RSVTPVTNNISNSNNNDEMSDEEEEDDKDDDDFVIKERKKPSSNKTSKTKQKETKKSSSKKSSKKSRQEESQSECEIEEE
EEDEEISEIDEEIKQEEKKKRKRKTSTNISSSRLLLDDALSDVIKKDGWSKARIEAYEKINTNPNAYYYRFNEPGESQKN
GKWNQKEKELFIKKLKEYIEKTDNFQWGLFSKRIPGRVGYQCSNFYRTLLKSGDFKLDIVEECKNKSGGGSASSASKSSS
SSSTSKKRKKPTTPTRKSKKKKVVEPSDDEEDEDSHQNDSESVSSHTGSSSNNSKSDSESSEQSSDEDSDDENHTRNILE
DFIDPITLEQVKDPAISPYGHVLGYQTWLKVLNTEPKNTCPYTKQTLTKRHLVKLNFDNIEEFKSKIRNFN         
>Ngru_XP_002676603                                                              
MSSSSTQRNYPNEFYCPITQEIMKDPVIGTDGQTYEREAIEHWLTIHATSPLTREAMSKELLVSNIALRNTIEQLVHGNT
PIVVNRVTPLVEQDIEDHSLNLTIVSKQVSESKRRIHVKVSPPTGGQRQPCNLVCILDVSGSMGSSAEDLSSSNENTGFS



RLDLVKHSVRTLIELMNEKDQISLIPFSDSARMELPLTKMDAVGKKKAIEKLEHLGPEGSTNVWDGLRLGMESSLNNPLC
AKTNTCLILFTDGEPNINPPRGIVPTLEKYIKEHPLNSTIHSFGFGYSLDSALLKDIAMNGSGAYSYIPDCSMVGTTFVN
MMSNILCTAVRRAELVISSMNGAKISHVYGSSQNGNNSTNEKQFTISMGGVQFQQSRDYIIDVDMHANNLPAIKVDLTYN
HHSIEKVEPVNQSLSSEQATDMDANLTRLMFIECVEKCIQTYRNGNSSRDDSSKECKHQLESFLQTIAKLPSFTDERVSA
LVRDIKSDNTNEGQVSIAFSKQEFMNKWGYHYLPSLLRANWMQQCHNFKDPSVQIFGGSLFEALQSVADDIFCKLPPPKP
SNVYSYGGGSYNTPTNMSSYYNAGGSCFDGNSLITMYDNSVKKVSEIKKGDRVKNMNGDSYATILCVLKSKTPSPIVKLC
EMNGMYITPYHPVRVKGEWKFPIDIKSPQDVACDYVYNLVVDQGHVVSINGVECITLGHGFTDNSVVSHPYFGTDQIVKD
LSSMKGYDLGMIEMNKYDLKRDPNTKMIISLSILE                                             
>Ngru_XP_002676204                                                              
MPFFEDFLTTPARSNNTNHQPKKKPTSTNNKQQQQNTSTTQMVDDVVEVNSDDSDAIVSSPSTATHKRRIPKVLNHTKPI
VVIDDKDERSSSGAAAIVIEIDDMTKPKVKRERSDDVVFVSSKKVVVQSTLSEPSIVASYNNNGSNNSNNMNNMNNMNNS
SSTLSNSTTTMGSTVAAMTQEKSQSNNSSINSGEKSNHSSNNLESNNSSQFSQVSTSANSAITTTVQTTPIGNNNSSNGV
AVVGSPDVIAKLPKPKIEENSIIPSLQQANPIVNNQQQMGNVNADMRNNSNPSITSGNNQTSQQKDNLNQVTLKIPNNST
QSVRTVSLTSSNIPPQQQQNIAKPKETIPTVPTPPSPIFQPNQNPVNTRIPSPASNVTNPTNQINRPVNNNLTIEQLTQQ
TLITIENLKRRVEFSTVSCPVTRKIVTNPVLASDGIVYDRTFILSYISEHGSYSPIVKGCKITESSLINVDSIYAKAVLM
IECRISKIIEILQSPDFLKLAPLIPENYLDLIKFALDLMAEGKLNTPSTPKFIEFLRKNKAKLLSHYSSKLKQQGRNDQS
LYILMESYEMHKIGCHCDDIASVIVSLLTETKEQNVVNEEKKAELIRDLFTISNLSLPKLLTYFNIEKDFAIILDILSVM
IKRNMCRYEAISTFIIQTITEINKGEIDNPFYKQILFFRDQLVICRKEME                              
>Ngru_XP_002671088                                                              
MAPSSPSNSSSSSSENSSSLFLSLKAKPEPNSPSVSEESSPLEQSTNSQVSTIIPPQNNNNNTNSQQHNTLPSATTTSTS
GSSSNKSSPSHDEATSSSPSSTNTKPGNSTVKKAVGVNSNAQASSGSSSTTVIPQQVSSLNTSTTNTSTSGVPNKPVLMQ
SKKAINPHQPMNAYLPPQLIHHPPQLFDPNGAMPYQQPPVRVANGSGKQQVYPAGIPQGTVPNPLHYSYTYPGAHPSIMQ
SQPPTAFYPPPPPHGSSMVHDTNSLYVPMMQPHPTLPNSEAESSDDSEYSESDDEDQYTIVTMQKPSPYTEIKKKYEDLM
KLYTKACKELTVAQAEISELKRKRDTPGSRGVFNPPTNTASTSSAHTALSPVAKKKKTESPIFEPIRRTELIPLGVDKTG
NSQRSTSYQQLETSITSLPPQNMVIAPVSPSSDSSSSVSLNTLVYIYYYDGGCDGHGSRQLKANGKRIFIDINWDEIFKF
RQDDCLHMCIFVNTSTVDKVKDSDLIATFKILRSDGDKVKISKIRENLRRLNLQNQFSHIGHIKFFIQIRGNDQLFDYTD
KILLYSKTQHNIASFEPSNQKEYNELSKLFYQPERFTVFKKDGTIEEDLERFRQLNSIDKQTGVNQAAVVENSQTTAQAQ
HQQPATENTLESLTENVHQLMQSIKFPLKKVVIGTRRTTLVMSDPNSESDRSLILSIYGIDNDLIDKLLKWVKIYFVHGT
LISDSDPIFDSLKGMKYFDLINPSNRNKHSKKAKDIQEFLDRHSDLSTTKDGLTKLHNTESMRLKILLHEDRYSVIVNYK
GRVYELIDSNYLDKHPTIKSKYEQVNGSIPPFAIWAKWPLHHPTDKRMLCGGDFFEISHQSIEEIVLDDPNQSQITNTEI
DPTVITCPISMCLFFDPVVAADNVTYEKEVYKKWCVKKNEVVSPVTGRRITTKFTNDVVIRNKVQIYLQKHIHLKLSEDY
YIPRYAVEAFRKAVISGATEDAAILCKEDIRLIIFKPDELKNINEDIEVEDSLSGYNLAFMYNNCQLLNTMKDIITENMY
LALQQNSTSTVEILSYHLDAIETKISDFRECNKVKLQAEVAMDHTLINA                               
>Ngru_XP_002669049                                                              
MSNRNSPALGMNSPSLGQQQTDSNPIKDLIYCPITRRIMCDPVVTALGDTFEREAIEEWLVRRQTNPTTGEQLPNSNLSF
NKTVKQMIDVFLETNPSYALNLDERYVTKKMTERLRDYFDENDCSGLSYYLSNNQYLQIYTEYSCFPIMIKGLSSYLDDG
NIVHLLCETPNAESKILKSLIESLQKLETLKSEEMPSVKDLVKKSLFGTNSRGLQPIHTACFFNESEELFRELIRLQDEY
ETQYESSVISLQHENLDPRCKKNMYLLMFKLIITSTPHNSLSSKSFETVQKEQELNDKCMDFIFDKMGLTGDQLARITHQ
GVSLINYACKYNRLHLVKKMLEKSNIDVNLHVDNYYHTPLTSAVLGGAFNVVKYLIDEVKVDVEARESETQSRRDFPSAL
HLAILRGHFDIAHFLISRGANMNATCKMSSSNGSSIEASDPMVNKALFGNRHGLDSSFGVSSPSTSCAAKEDREEVHNLL
TLCMLLCTDKQETSRKTLDFLGSLISNYDFKPTFPSTNTTITMNEPIWFAIRTIGNKQGCDQIFEWILNHFYSDRQKLAN
LRDKNKNNMLHWISGYGRVEMLEIAISYMSEDSSMDVHVMMNQKNLSSDTPLHVASQLGRKDICTKLIDLGADIRVRNMK
LQDPLSATFVGSANSTLTAQFRIAFLKDLRKAVENRESGKTILNMQAKIRMLERKLSETKLVESPLLGSFKSANVDP   
>Ngru_XP_002668918                                                              
MPTNNSSPSSLMTNQDSPTSVSTELMEDANGSSSVSPQNVDPMNSRDSFFPFLPSTYPSRLPTTVTDISSLYLRTLASHP
PSVIGMLAAINSNNAPFSINNNNNNNSHESINVANLDEQPLQQLVSPKPEEKELFDLSKHDIIPPTITTENCEIPHNFIC
PITKLIMFSPVRNMYGKVYERESIDQWWKTLSSKQQQLTDPLTNQVVSDKALVEDVELKNQIQEFLNQNAHLRFSINDLY
FPKQIIREMKVAIDSENYAKISHLLSQFPANFFVQTKFPVPPQSAQGKTKNEKETSVSVFDCLYRRFKTVFDSVKDASPS
DVHFMNDPIIGYVVRQYLIVRNYFIERQKKSISKIEVTEFKSAESSISEGLKNIFVNSVRLFPNVSILDWLVSIGASISS
TNQFKQNAFHMACMTDQVEIAKHLCHLNNLVMTNNASSVNIVEERLSDEVKRKWNAFYLAIWHNSQKIIDWVVDDAHLSQ
RFLLRKHKCMVKDKSSIYHPMNALSLAAYKKNIPLMEVLIKKFSFEVPDEKYHPIYWSCIANDLNGFKWICNYIETNIPN
GAEIPLETQHFTMLAKNQRQKLLLFLSKKVLLTSM                                             
>Tvag_XP_001582715                                                              
MKIKTEDEILDEARKLKSQIVLRKNDLYRRDADFNFIAFPSMMNTMTVMNGARNFVMTEHPFFQPFYILPILYGYQYCCY
FQNDLENNIYSTTALFFTDVRRFDQILTNFHVPERFSHPIKLTSLSLIQAYYYFHISKAQTTSNFEKILKYALIVGNNFI
CDAINEKVASNHSIYIHIPVKILTSALFGSINFILASKSFPAIKQSIRTYIGKMLFFKDKIEEFPENLDVPEELQCTICR
SLLNDPMILGCNFYCKDCINHWLNENEVDPADGLPATKRSLYPSPEMKHFCCQYYKLKIANTNQ                
>Tvag_XP_001320061                                                              
MIDNSMALFHNDGGIHIEDEVINSQSSDDQPDANHITLSQVSCLIEHPSRVEDGEIDNYVYKHNTFMMEHKVKRVNKFID
TIRQYWSDALPTEMIVAFDESNGDIDELTMNLLKPEFKESVRKILKQKLEHKLKPITQPETTIPEEADDDEGEDEGDDGD
YIQPVQVEVSRAPTHRHTKSNPVPHGVIPPCPAGVNPTNWVNWSDARRSSYLRGQEYPNAYYYRHLPPGEKQKNGGWTAA
EKANFMNRVREFRGNQTFMSGDWGLFSKTIPGRVGYQCANFYRKLVEAGEIFDSNYEKGEDGRIHHKSRIHDGKIVVKTK



GKVQRQHVAKPPKIIPPNKIRSIHFIFRSDPVQPTPTSTTYETTSASDEHLSRYEAWAAQNPLKDAIDQITQEPIRVPAI
SPDGYVLDYNTWLNVLKSNKENPFTRVPVTKRQLVILTDDNFEEYEDKIVNLNAPAQEAE                    
>Tvag_XP_001315681                                                              
MLHCALTGQIPKVPVVTPNGIIYDKEEILKSIKNSPVCPVTGNPLHENDLIELQISQTNIEPPEFQASSFGDCLSGLQNQ
WNILQKELFETRKKLGQCERELAQALYEKEAAKRIIARLITENPDQIAIHQVDTNPTNQ                     
>Tvag_XP_001315234                                                              
MLRCALTGEVPKIPVVTPQGIVYDKDSIEHQIQISPVCPVTDKSLTLADLIPLKIDMPVNKTQTVRNYSFGDYLLSLQNQ
WNSKQKELYETRKKLAQCERELAQALYETEAAKRVIARILSNEGERIYIKPTTNISAEENTFSSFIKKVSLQSISNLAFE
QNFKEQYFPPALNILQGFSSYNLSHLTSILGGSAQFTALDQTIDNKLLIGTSESSIAIFDVHLKSVVQQIQVGSAPIVSI
HNSRDYHYLVSDSDGVIYIYENYQNDKPYKIIKTEKKIVNCYFHPQIQHVIAVFDNGFEVIQINNSEVLVHTEIQHEITL
SSLHPGGRYLATANSTDKSIRIWDLSGNNLLISEIETESEIFNLNFSFNMLHLTASTSNGLLFVIPSGKPEDLYSDYKTI
CFEIPSKSHFWHQNGLLIVSFGDTEGFIFMITDPLDVQLSQAVKFGLRAQPRAAVFGNGSYFVAAIGPEDEIQLFN    
>Tvag_XP_001301216                                                              
MRGLSGASESPSGKRPISFEDLKCLIKSPPDIDDPEVLSFILKNQENTIKRSLKLLNQNISVVYQNWPDASPVRIYIAYE
LCNNDIETLLLELSKPEFNRKVDETMKERLTGVHDTTSSEHQEEEDAEEEEEFQKGDNDYINHEPPPMYERKKRSHEKST
YSSDDDGQRIRRRRPKAETVPIDPSEPCPKGVSTEAWLHWSPAKRKSYIQGMKNPNAYFYRNVAPGEKYITGPFTPEEKK
IFLKRVEEFKDKTTGTITGEWGLFSRALPGRVGYQCSNFYRKLINSGELYDPKYVRSDDGMIHHTSHLKSAHEKVQNTLE
KPKKFSHHAKPIDDDCINSISFFSSTLLAEQQKHPSQYPSSTSRSESSDGLSLYERYAANNPIPNWTDPLTGEIMKAPAV
SPDLTLLDYNTWLQTIKQTHEDPFTKKPITKRQITVLSKENWDEFKDRIIEKYAEQYAPSDFVNE               
>Tvag_XP_001298296                                                              
MSSGPPQEGSQDQVEEIISYETIEPLLQPPPMYLEKEVQDSVMEFRKRLLCIRLTKINKNFQTLSNIWPEGRPVDYFIGL
ELCNDDINMLFDQLKTTSFTRTIISEASQRGFPLREQKVTKSISKSYSDLDSDGDQDEEMYSSRKKKKNGKKKSSVNWEP
EEISEFVYQYNNFIQEQTWSAFCSRFYGKTEEDCEQLLKKLRKQGKITIEAPKAEPKSKKLNFVAITFVKGDRRVRVGPT
SIENEERMAMNPIPGYIDMITQTPMEIPAVSPDDYVLDYSTWLKLLNEKKVNPFTQNHLTSKRQLVILTIDNFDEYKDRI
VNLEEAKPPK                                                                      
>Tvag_XP_001321695                                                              
MSLEPELLEFVRKMPALDTELLTNTIASTVSSDFSQDEFIFNIMSSIDKNKVSSFQILILLSSIQSESNVCKLIKEAADN
YIKCMIDIPTVFQEDFTISLIAEHFVKYVVSKLVNWNWVEKFIKLVLARNENNEFESENRLKLFILSITIFSDRTMKGDV
TYAATNINFINYFLGFNDIRIAFANSQYFEPVIKQLLSQSIFPHDRLDRCTEIFSDPNGNLTKEIIKLANSTFFNYHTQL
FDLFKSLLAPSTRKQIVSLMGKLVESLSILNKDGIMFNNSVKAMYLEAIGYHLEYTLIRLALFTEKQVNNIDPHYIYNSN
AVLQIDEDVNLLAPTGENNKWYDPRSDFGRSYYKDIHDSDPINYQGRLDAEEYAKELDQCQNKDITLVSHFFFLAWRCIS
FVSCSFCRMIPNLSRNINRSRRTPGQDFEIKQLTLAVSCLEAHILMEDKLINFIDFFNCSFIFLKNQANYQEPKLPEKVP
LDYKFLPDYILGGLVNVMNLIIMLEPPQNLSTSLCNLSAIFSNYDYINSLFIKSDIVEIFATISKDHEKCFLVSGLPHIA
EQMIPSLAKFFSDVQNTGSHSEYYDRFNFRNTAQDLLRYWFQFNEFKNYFAQHCDEQIYQDVVFHLVDDTILHLGDMQRL
LEEYAIKDPDPRDSRDTSEIETEKSILRTTIQTTDKALKLIEKITSFLPHIFSVERVIKKLTSLTLSTLNFLIYKNINFF
SQRIIGFGFHYNDFFEAIATTLSHCISDEYICAFVNNEAFYSNDLVQKTLDYIQKIGSSTLKADFSKFARLVFAKKEELE
RIDIPWEDIPGEFNDQLTEDLMENPVKLPDDTIVDQLTFENLLRTSGKCPLSQAPLGENDAIPLPELKQKIQDFKKQWFE
QHKK                                                                            
>Tvag_XP_001320037                                                              
MPDIKIDFADSQITWFYADTWTVEQLCKDIQQKIDIKNKIQLGLFGSVLQPDMQLLDAVLVTDSLSILDENGESTIQIPE
GFEPDPPHGQYKVFTTCSYESLYKGELMKLDQNLEFNQQRQEIISIIKERYNKDNIDVLIYLPGAILYTTGTIADFYDCH
PSAKKKLYVTVISTKISEYARLSIPSYYSEVNPNPCCISDPQKIFSVSVVHELDQTQRIFGGAVLGLLCNTDADILEKSI
GWFEKNLRFSPCIISLFEMQSRSQVRYHHILSLVATLFTIVETIFKSTTNIWERVLDLLKYIDSQSINSPSRVSIVRQPF
LNDSAGSYFLKNIQYFQIYDHVCKYSSDFSKSMSFIKDMECPTVNEINQSQSRIFRVFTVTDAITNPHPMIFLGNGAHLL
SLGTSYMDKSQNQIVSKKLVKVIDPREGEPRDKPLDEFAQQLREQKIKIETPSEVKQINIICIDTSGSMGGTKIQIAKTC
FKVIVNRAYEVGPSSLWGLYTFNSTPERKLKLSPIPADFHTQVDKLGVSGCTALYYCIIAAMNEINEKVKSDSSYKNALK
RIIALTDGGDNTYSHNTARGIADLTKQLIDNGIYLDYIELGNVGDMKLPRNMAYYTGGDYLKFTSDIFQSSSSRVDIRKI
RSVFESDGFFNLTLRKFNAVKKGVENLSTIMLEDRSPIMKIPVKNFNYMDKDLMTLTTAIYEIEQKDSITTLEKEILTNL
QDCAAHFNSQKLESKKFHIFVAKNTEFRNWNLYLRAKKDSPYGPNKWLKLAVIIPEGFPVTSPEIRFLTVPRHPNITIDG
SINIDVLRSRHNSNVTIYFALLAIRNLLSKPNFDSIQNMEVFDAVENLSNKIDAITDKNFKGEVLPNIKDDVPENAAINF
GVGKTVKPEFCDPFTFRWMREPVLASSGNYFDKGPLLTKIKQSNSALIDPLNGKPITIDEQAQVDKIMLGNIREYMVKHF
GAKNVPI                                                                         
>Tcru_XP_818652                                                                 
MATIQKLAERLESDVPLRVDEMTFWSRESEIGRAQVFYGPSLEEAKRCAQRISDKLVTKYLNNPNTNEVPLDHKSRVCLI
LNNLALHKPIRGCIFDVLDKLEGIFEESIKEDGTLPFNPDLGRMTEHVAVLLMRVTGYKLKAVNVLEFTDGNAQFSVQLM
LAILLKEPAYEFGLRGNCITIILGFTQPQAFFDSSKGVEEASCLLFTEKVDSLLALMLRLRAVQVISDVLTEQLDSTNVM
TPLLHVATCSVMRCVMNIFRFSSTKSTQWRQHILLSTTLLDHSVTLYLLMQCEALQKSLEGASPDLSVEMLRGMSLGFKF
ASLCTFRMHRHARRVRLFCPYLHDMLQFSIRHVRQDNPASGVLMRLYVDMFHLMANIDALGGEKDLSIEEIPQQLLSEAL
LKTTEAFLQREIAPGGLAWARAWHTALKTVEADTLVDRSTHTFTTLEKLFGDLEARVSAHQPLPSPAPVAAGGRHRILGE
MPPLRSKTAEVKVPVESAAAPVDMKQYIEVVRKDVIEGVDPILLCALTGNVMKRPVVSPYGQTFEQEAILAWLEQNGSVC
PITGKTLTADSLRPNKEVAALIMKRVIQQSMSTYNQENEADLYDF                                   
>Tcru_XP_813933                                                                 



MSIHGAITFFLDQDPGAIGVSALSCLASSLNEPGVAHSLVEQHRPACKEVLSRLVAVANDAGKNPNARILALESLYGISN
FPDVRFRTGDLLDAVQKLNESFEEFLETQSTGNGDAQLEMLTVLLFRCSDYMRLKAGDLLRQLYNNDDARLVSTLQMIMK
KRSLEWNIVHACVRCMYELTTPVTYFTAPDENLPIETTKVSAFQEKITTILIHFSEGKALQELFAELGARWAIAVGEERI
EQILEGQSPVKDSVCDGVAMRFLGLFRYLAVMLLNLADFCERMDLVRGYQRSFITQHQSFLGDTVIPFLSLTLLCWEASC
DTTLESQNNPFMNVAISVLRLLRFALYRPSQALQESLALSLRALTRHVHRLESLLCKEYVGMLVIVLTVEVLCNVNAVNV
EPLTADFTALVNLISTDTNPLRPGAHFTVAQAFTYCLSNETSMYCAPDNESVSLLRQRLRFEDAEMANEAARVVQALEEQ
LGMLQTLMMELAVGQLIGDLSLFASYATGSIPSGQAPPVKTGACDTKQMPEKEKKKTKHPAKYVCMLTRKLMREPVVLRN
GHHFELDALQEVVDRVGHVDPLTGEAFDEEIEVDMGLQQEIAQYRIKMAARGDNEAAGQEFQMGT               
>Tcru_XP_810448                                                                 
MATIQKLAERLESDVPLRVDEMTFWSRESDIGRAKVFYGPSLEEAKRCAQRISDKLVTKYLNNPNTNEVPLDHKSRVCLI
LNNLALHKPIRGCIFDVLDKLEGIFEESIKEDGTLPFNPDLGRMTEHVAVLLMRVTGYKLKAVNVLEFTDGNAQFSVQLM
LAILLKEPAYEFGLRGNCITIILGFTQPQAFFDSSKGVEEASCLLFTEKVDSLLALMLRLRAVQVISDVLTEQLDSTNVM
TPLLHVATCSVMRCVMNIFRFSSTKSTQWRQHILLSTTLLDHSVTLYLLMQCEALQKSLEGASPDLSVEMLRGMSLGFKF
ASLCTFRMHRHARRVRLFCPYLHDMLQFSIRHVRQDNPASGVLMRLYVDMFHLMANIDALGGEKDLSIEEIPQQLLSEAL
LKTTEAFLQREIAPGGLAWARAWHTALKTVEADTLVDRSTHTFTTLEKLFGDLEPRVAAHQPLPSPAPVAAGGRHRILGE
MPPLRSKTAEVKVPVESAAAPVDMKQHIEVVRKDVIEGVDPILLCALTGNVMKRPVVSPYGHTFEQEALLAWLEQNGSVC
PITGKTLTADSLRPNKEVAALIMKRVIQESMSTYNQENEADLYDF                                   
>Tcru_XP_807733                                                                 
MSIHGAITFFLDQDPGAIGVSALSCLASSLNEPGVAHSLVEQHRPACKEVLSQIVAVANDAGKNPNARILALESLYGISN
VPDVRFRTGDLLDAVQKLNESFEEFLETQSTGNGDAQLEILTVLLFRCSDYMRLKAGDLLRQLYNNDDARLVSTLQMIMK
KRSLEWNIVHACVRCMYELTTPVTYFTAPDENLPIETTKVSAFQEKITTILIHFSEGKALQELFAELGARWAIAVGEERI
EQILEGQSPVKDSVCDGVAMRFLGLFRYLAVMLLNLADFCERMDLVRGYQRSFITQHQSFLGDTVIPFLSLTLLCWEASC
DTTLESQNNPFMNVAISVLRLLRFALYRPSQALQESLALSLRALTRHVHRLESLLCKEYVGMLVIVLTVEVLCNVNAVNV
EPLTADFTALVNLISTDTNPLRPGAHFTVAQAFTYCLSNETSMYCAPDNESVSLLRQRLRFEDAEMANEAARVVQALEEQ
LGMLQTLMMELAVGQLIGDLSLFASYATGSISSGQAPPVKTGACDTKQMPEKAKKKTKHPAKYVCMLTRKLMREPVVLRN
GHHFELDALQEVVDRVGHVDPLTGEAFDEEIEVDMGLQQEIARYRIKMAARGDDEAAGQ                     
>Lmaj_XP_003722152                                                              
MASIGELDAYIQSGAAVDDAKLDQWIQMSDISNAGGFYRGDAAVVGEAVRRVSRVVVAQYLNNADVKAVPLRRKTKFCLL
LNNFSLHKPVRSVVFECLEDMTSIFEKSIKDEGTMPFDSELGRMSEHVLVLLMRVMDYNLKAAAVHEFAEHNTQFAIQLL
LAILLKEPPYEFELRCNCISGLLGFTQPQAFFGAGEKIEEHSCNKFTEKVDFMLNLMLRLQAIQVVSDVLGDAIASSDTV
PQLAQNAVNNTMQTIMNIFKFSSKESTQWRQHILLSTTLLDGTVMMYVQSLASNLHETMTAQAPRVAGQLLHSLSLSFLF
GAFAAYHMEEASQELRIFCTFFHDLFQLSIRPIVADARVSGQMMVMYINLLHFMCNVDAMGEEPSYPMDDLLPELSSAAL
RSTVEAFLKKEVGGCGLPFTEAWYRQFRRVTADTLIAQDSTTFQWIDSCFLAMISQLTVQQVPVAAPAAPAGGARLLSEI
PPLRPEKKNKISIDKAAAPIRHKVNPSAKQDSVEGVDADLLCALTGAVMKNPVSSPYGQTYEKEAIMNWLEQNGSVCPIT
GRPLTAAQLSPNTAVATKIMQQIVCQTMAMQVVAEDDMYKF                                       
>Lmaj_XP_001681810                                                              
MSVHPAVQSLCEQPIDTIGLTAVSAVASALGDVSTATDLIQRPEQEKALHDLLKKCMSILNNSGKNSALRLACLECLYVL
SQPPIPAFRTGLLCNTLNSVNSSVEEMLARTGPSEAESSSSAREMFTVLVFRFTNYDTKVARLLLQHMCDGDVGTMMQTL
LRVMVQHCETCEWPLLQAALQSLYELTVPTTYYATGKDGAAEPSFDSAATATGSSLQSFTVESFQDRIAVLLTEMRNHRL
LEKLLASLRLSWHESTHNRSPPSLAQGCAESVALGALGCPDVAHTVTSASAEQQMELLNWLSAFTLLCRALDNMVEFCRD
AKLAREVRARLLSDPSCHDWLASAAVPAVIAAIQVWMSDDGASATPAAISDGSAGPFATAKVKLSLLTAAVTLLRLLRFA
LYKPAMGFTAALLSSMGCLAAQVQRGEPHLRLQYGGMQVMLLTVECLVNMNAVAVTSPVNLSESYRGLLRTIAADKTRCT
LSNCSSDVSSDHGAVAERQPDALMPVAEWFILCVREEESPFCDIDSGNASVALLHECFASEEARLQDAADRVADLAALES
QLAMMQNFLLLMTLTELLSGLPDGGLERLTQPGPRRRNSATDAEQKPPNNSDSSSRRCKLSKKKVSHHPAAYVCDLTGKL
MREPVVLKGGHRFEFDALQNVILQVGHVDPISGESIDEDVEVNIPLQQEIAAYRVKRASEKGGS                
>Lmaj_XP_001680821                                                              
MQTTNSPLVSRAVARLCAILGDELLPVVIWLSMFGATRLAPSLVLHLSMSLPQVMDVPRLLLWRRRRGVYDGARNSSYLG
TSISAAADAAAAHLAELIKSTPPGSSSDGILLGGDSSSGGAYDAALRASWQRIYHQSLEVLVSLVTYPTRLWTYFLFQRG
QRASLRGAADAARSGGNGRAAVAELLVRLVTSFTSTWIHASGSMLLDTIVTYLSTRIGSWGSGSVGGGSAIGGRGRRHSG
WRDLLVASCVSTGLNFVLQTYWVEALTSMGELRALPLATTAQEALSLSFSERIQLALSALSRLGSKEFLYRLCRVALQPQ
PDQRTSPAEGERVYASPPSPSNTAALQPRTPAADSSLLSFPASATPRAQSQPARVYLCGGNALVFALSGFRFAYYGDPQQ
LTTAASNWFTDALDLVLRQARQRAAAQDGRVTEALLEGQVWRPPVSSSSPSHTHDVVLAPAASLQLLPVYIANFAVGAGV
GLVWRRRHLLTAARRVPLLRKVVKLLFPLPPPPLRLPEALQELSPECHVLLVHPDGRVEVSGDAPLPESISKADAPAATT
TMPDTSSADASPSPRVTRIVAAQDLFCPIKRTLMCDPVQTADGFTYDRDSIEEWLLAHDRAPLTNLRLDSTALRVNWRAR
QLISGLVLQYTAAAGMTSI                                                             
                                                                                
                                                                                
*******UCH***********                                                           
>Hsap_ENSP00000003302                                                           
MTAELQQDDAAGAADGHGSSCQMLLNQLREITGIQDPSFLHEALKASNGDITQAVSLLTDERVKEPSQDTVATEPSEVEG
SAANKEVLAKVIDLTHDNKDDLQAAIALSLLESPKIQADGRDLNRMHEATSAETKRSKRKRCEVWGENPNPNDWRRVDGW
PVGLKNVGNTCWFSAVIQSLFQLPEFRRLVLSYSLPQNVLENCRSHTEKRNIMFMQELQYLFALMMGSNRKFVDPSAALD



LLKGAFRSSEEQQQDVSEFTHKLLDWLEDAFQLAVNVNSPRNKSENPMVQLFYGTFLTEGVREGKPFCNNETFGQYPLQV
NGYRNLDECLEGAMVEGDVELLPSDHSVKYGQERWFTKLPPVLTFELSRFEFNQSLGQPEKIHNKLEFPQIIYMDRYMYR
SKELIRNKRECIRKLKEEIKILQQKLERYVKYGSGPARFPLPDMLKYVIEFASTKPASESCPPESDTHMTLPLSSVHCSV
SDQTSKESTSTESSSQDVESTFSSPEDSLPKSKPLTSSRSSMEMPSQPAPRTVTDEEINFVKTCLQRWRSEIEQDIQDLK
TCIASTTQTIEQMYCDPLLRQVPYRLHAVLVHEGQANAGHYWAYIYNQPRQSWLKYNDISVTESSWEEVERDSYGGLRNV
SAYCLMYINDKLPYFNAEAAPTESDQMSEVEALSVELKHYIQEDNWRFEQEVEEWEEEQSCKIPQMESSTNSSSQDYSTS
QEPSVASSHGVRCLSSEHAVIVKEQTAQAIANTARAYEKSGVEAALSEVMLSPAMQGVILAIAKARQTFDRDGSEAGLIK
AFHEEYSRLYQLAKETPTSHSDPRLQHVLVYFFQNEAPKRVVERTLLEQFADKNLSYDERSISIMKVAQAKLKEIGPDDM
NMEEYKKWHEDYSLFRKVSVYLLTGLELYQKGKYQEALSYLVYAYQSNAALLMKGPRRGVKESVIALYRRKCLLELNAKA
ASLFETNDDHSVTEGINVMNELIIPCIHLIINNDISKDDLDAIEVMRNHWCSYLGQDIAENLQLCLGEFLPRLLDPSAEI
IVLKEPPTIRPNSPYDLCSRFAAVMESIQGVSTVTVK                                           
>Hsap_ENSP00000215794                                                           
MSKAFGLLRQICQSILAESSQSPADLEEKKEEDSNMKREQPRERPRAWDYPHGLVGLHNIGQTCCLNSLIQVFVMNVDFT
RILKRITVPRGADEQRRSVPFQMLLLLEKMQDSRQKAVRPLELAYCLQKCNVPLFVQHDAAQLYLKLWNLIKDQITDVHL
VERLQALYTIRVKDSLICVDCAMESSRNSSMLTLPLSLFDVDSKPLKTLEDALHCFFQPRELSSKSKCFCENCGKKTRGK
QVLKLTHLPQTLTIHLMRFSIRNSQTRKICHSLYFPQSLDFSQILPMKRESCDAEEQSGGQYELFAVIAHVGMADSGHYC
VYIRNAVDGKWFCFNDSNICLVSWEDIQCTYGNPNYHWQETAYLLVYMKMEC                            
>Hsap_ENSP00000218348                                                           
MAVAPRLFGGLCFRFRDQNPEVAVEGRLPISHSCVGCRRERTAMATVAANPAAAAAAVAAAAAVTEDREPQHEELPGLDS
QWRQIENGESGRERPLRAGESWFLVEKHWYKQWEAYVQGGDQDSSTFPGCINNATLFQDEINWRLKEGLVEGEDYVLLPA
AAWHYLVSWYGLEHGQPPIERKVIELPNIQKVEVYPVELLLVRHNDLGKSHTVQFSHTDSIGLVLRTARERFLVEPQEDT
RLWAKNSEGSLDRLYDTHITVLDAALETGQLIIMETRKKDGTWPSAQLHVMNNNMSEEDEDFKGQPGICGLTNLGNTCFM
NSALQCLSNVPQLTEYFLNNCYLEELNFRNPLGMKGEIAEAYADLVKQAWSGHHRSIVPHVFKNKVGHFASQFLGYQQHD
SQELLSFLLDGLHEDLNRVKKKEYVELCDAAGRPDQEVAQEAWQNHKRRNDSVIVDTFHGLFKSTLVCPDCGNVSVTFDP
FCYLSVPLPISHKRVLEVFFIPMDPRRKPEQHRLVVPKKGKISDLCVALSKHTGISPERMMVADVFSHRFYKLYQLEEPL
SSILDRDDIFVYEVSGRIEAIEGSREDIVVPVYLRERTPARDYNNSYYGLMLFGHPLLVSVPRDRFTWEGLYNVLMYRLS
RYVTKPNSDDEDDGDEKEDDEEDKDDVPGPSTGGSLRDPEPEQAGPSSGVTNRCPFLLDNCLGTSQWPPRRRRKQLFTLQ
TVNSNGTSDRTTSPEEVHAQPYIAIDWEPEMKKRYYDEVEAEGYVKHDCVGYVMKKAPVRLQECIELFTTVETLEKENPW
YCPSCKQHQLATKKLDLWMLPEILIIHLKRFSYTKFSREKLDTLVEFPIRDLDFSEFVIQPQNESNPELYKYDLIAVSNH
YGGMRDGHYTTFACNKDSGQWHYFDDNSVSPVNENQIESKAAYVLFYQRQDVARRLLSPAGSSGAPASPACSSPPSSEFM
DVN                                                                             
>Hsap_ENSP00000219473                                                           
MALHSPQYIFGDFSPDEFNQFFVTPRSSVELPPYSGTVLCGTQAVDKLPDGQEYQRIEFGVDEVIEPSDTLPRTPSYSIS
STLNPQAPEFILGCTASKITPDGITKEASYGSIDCQYPGSALALDGSSNVEAEVLENDGVSGGLGQRERKKKKKRPPGYY
SYLKDGGDDSISTEALVNGHANSAVPNSVSAEDAEFMGDMPPSVTPRTCNSPQNSTDSVSDIVPDSPFPGALGSDTRTAG
QPEGGPGADFGQSCFPAEAGRDTLSRTAGAQPCVGTDTTENLGVANGQILESSGEGTATNGVELHTTESIDLDPTKPESA
SPPADGTGSASGTLPVSQPKSWASLFHDSKPSSSSPVAYVETKYSPPAISPLVSEKQVEVKEGLVPVSEDPVAIKIAELL
ENVTLIHKPVSLQPRGLINKGNWCYINATLQALVACPPMYHLMKFIPLYSKVQRPCTSTPMIDSFVRLMNEFTNMPVPPK
PRQALGDKIVRDIRPGAAFEPTYIYRLLTVNKSSLSEKGRQEDAEEYLGFILNGLHEEMLNLKKLLSPSNEKLTISNGPK
NHSVNEEEQEEQGEGSEDEWEQVGPRNKTSVTRQADFVQTPITGIFGGHIRSVVYQQSSKESATLQPFFTLQLDIQSDKI
RTVQDALESLVARESVQGYTTKTKQEVEISRRVTLEKLPPVLVLHLKRFVYEKTGGCQKLIKNIEYPVDLEISKELLSPG
VKNKNFKCHRTYRLFAVVYHHGNSATGGHYTTDVFQIGLNGWLRIDDQTVKVINQYQVVKPTAERTAYLLYYRRVDLL  
>Hsap_ENSP00000219689                                                           
MSKVTAPGSGPPAAASGKEKRSFSKRLFRSGRAGGGGAGGPGASGPAAPSSPSSPSSARSVGSFMSRVLKTLSTLSHLSS
EGAAPDRGGLRSCFPPGPAAAPTPPPCPPPPASPAPPACAAEPVPGVAGLRNHGNTCFMNATLQCLSNTELFAEYLALGQ
YRAGRPEPSPDPEQPAGRGAQGQGEVTEQLAHLVRALWTLEYTPQHSRDFKTIVSKNALQYRGNSQHDAQEFLLWLLDRV
HEDLNHSVKQSGQPPLKPPSETDMMPEGPSFPVCSTFVQELFQAQYRSSLTCPHCQKQSNTFDPFLCISLPIPLPHTRPL
YVTVVYQGKCSHCMRIGVAVPLSGTVARLREAVSMETKIPTDQIVLTEMYYDGFHRSFCDTDDLETVHESDCIFAFETPE
IFRPEGILSQRGIHLNNNLNHLKFGLDYHRLSSPTQTAAKQGKMDSPTSRAGSDKIVLLVCNRACTGQQGKRFGLPFVLH
LEKTIAWDLLQKEILEKMKYFLRPTVCIQVCPFSLRVVSVVGITYLLPQEEQPLCHPIVERALKSCGPGGTAHVKLVVEW
DKETRDFLFVNTEDEYIPDAESVRLQRERHHQPQTCTLSQCFQLYTKEERLAPDDAWRCPHCKQLQQGSITLSLWTLPDV
LIIHLKRFRQEGDRRMKLQNMVKFPLTGLDMTPHVVKRSQSSWSLPSHWSPWRRPYGLGRDPEDYIYDLYAVCNHHGTMQ
GGHYTAYCKNSVDGLWYCFDDSDVQQLSEDEVCTQTAYILFYQRRTAIPSWSANSSVAGSTSSSLCEHWVSRLPGSKPAS
VTSAASSRRTSLASLSESVEMTGERSEDDGGFSTRPFVRSVQRQSLSSRSSVTSPLAVNENCMRPSWSLSAKLQMRSNSP
SRFSGDSPIHSSASTLEKIGEAADDKVSISCFGSLRNLSSSYQEPSDSHSRREHKAVGRAPLAVMEGVFKDESDTRRLNS
SVVDTQSKHSAQGDRLPPLSGPFDNNNQIAYVDQSDSVDSSPVKEVKAPSHPGSLAKKPESTTKRSPSSKGTSEPEKSLR
KGRPALASQESSLSSTSPSSPLPVKVSLKPSRSRSKADSSSRGSGRHSSPAPAQPKKESSPKSQDSVSSPSPQKQKSASA
LTYTASSTSAKKASGPATRSPFPPGKSRTSDHSLSREGSRQSLGSDRASATSTSKPNSPRVSQARAGEGRGAGKHVRSSS
MASLRSPSTSIKSGLKRDSKSEDKGLSFFKSALRQKETRRSTDLGKTALLSKKAGGSSVKSVCKNTGDDEAERGHQPPAS
QQPNANTTGKEQLVTKDPASAKHSLLSARKSKSSQLDSGVPSSPGGRQSAEKSSKKLSSSMQTSARPSQKPQ        
>Hsap_ENSP00000229268                                                           
MAELSEEALLSVLPTIRVPKAGDRVHKDECAFSFDTPESEGGLYICMNTFLGFGKQYVERHFNKTGQRVYLHLRRTRRPK



EEDPATGTGDPPRKKPTRLAIGVEGGFDLSEEKFELDEDVKIVILPDYLEIARDGLGGLPDIVRDRVTSAVEALLSADSA
SRKQEVQAWDGEVRQVSKHAFSLKQLDNPARIPPCGWKCSKCDMRENLWLNLTDGSILCGRRYFDGSGGNNHAVEHYRET
GYPLAVKLGTITPDGADVYSYDEDDMVLDPSLAEHLSHFGIDMLKMQKTDKTMTELEIDMNQRIGEWELIQESGVPLKPL
FGPGYTGIRNLGNSCYLNSVVQVLFSIPDFQRKYVDKLEKIFQNAPTDPTQDFSTQVAKLGHGLLSGEYSKPVPESGDGE
RVPEQKEVQDGIAPRMFKALIGKGHPEFSTNRQQDAQEFFLHLINMVERNCRSSENPNEVFRFLVEEKIKCLATEKVKYT
QRVDYIMQLPVPMDAALNKEELLEYEEKKRQAEEEKMALPELVRAQVPFSSCLEAYGAPEQVDDFWSTALQAKSVAVKTT
RFASFPDYLVIQIKKFTFGLDWVPKKLDVSIEMPEELDISQLRGTGLQPGEEELPDIAPPLVTPDEPKGSLGFYGNEDED
SFCSPHFSSPTSPMLDESVIIQLVEMGFPMDACRKAVYYTGNSGAEAAMNWVMSHMDDPDFANPLILPGSSGPGSTSAAA
DPPPEDCVTTIVSMGFSRDQALKALRATNNSLERAVDWIFSHIDDLDAEAAMDISEGRSAADSISESVPVGPKVRDGPGK
YQLFAFISHMGTSTMCGHYVCHIKKEGRWVIYNDQKVCASEKPPKDLGYIYFYQRVAS                      
>Hsap_ENSP00000250066                                                           
MDMVENADSLQAQERKDILMKYDKGHRAGLPEDKGPEPVGINSSIDRFGILHETELPPVTAREAKKIRREMTRTSKWMEM
LGEWETYKHSSKLIDRVYKGIPMNIRGPVWSVLLNIQEIKLKNPGRYQIMKERGKRSSEHIHHIDLDVRTTLRNHVFFRD
RYGAKQRELFYILLAYSEYNPEVGYCRDLSHITALFLLYLPEEDAFWALVQLLASERHSLPGFHSPNGGTVQGLQDQQEH
VVPKSQPKTMWHQDKEGLCGQCASLGCLLRNLIDGISLGLTLRLWDVYLVEGEQVLMPITSIALKVQQKRLMKTSRCGLW
ARLRNQFFDTWAMNDDTVLKHLRASTKKLTRKQGDLPPPAKREQGSLAPRPVPASRGGKTLCKGYRQAPPGPPAQFQRPI
CSASPPWASRFSTPCPGGAVREDTYPVGTQGVPSLALAQGGPQGSWRFLEWKSMPRLPTDLDIGGPWFPHYDFEWSCWVR
AISQEDQLATCWQAEHCGEVHNKDMSWPEEMSFTANSSKIDRQKVPTEKGATGLSNLGNTCFMNSSIQCVSNTQPLTQYF
ISGRHLYELNRTNPIGMKGHMAKCYGDLVQELWSGTQKSVAPLKLRRTIAKYAPKFDGFQQQDSQELLAFLLDGLHEDLN
RVHEKPYVELKDSDGRPDWEVAAEAWDNHLRRNRSIIVDLFHGQLRSQVKCKTCGHISVRFDPFNFLSLPLPMDSYMDLE
ITVIKLDGTTPVRYGLRLNMDEKYTGLKKQLRDLCGLNSEQILLAEVHDSNIKNFPQDNQKVQLSVSGFLCAFEIPVPSS
PISASSPTQIDFSSSPSTNGMFTLTTNGDLPKPIFIPNGMPNTVVPCGTEKNFTNGMVNGHMPSLPDSPFTGYIIAVHRK
MMRTELYFLSPQENRPSLFGMPLIVPCTVHTRKKDLYDAVWIQVSWLARPLPPQEASIHAQDRDNCMGYQYPFTLRVVQK
DGNSCAWCPQYRFCRGCKIDCGEDRAFIGNAYIAVDWHPTALHLRYQTSQERVVDKHESVEQSRRAQAEPINLDSCLRAF
TSEEELGESEMYYCSKCKTHCLATKKLDLWRLPPFLIIHLKRFQFVNDQWIKSQKIVRFLRESFDPSAFLVPRDPALCQH
KPLTPQGDELSKPRILAREVKKVDAQSSAGKEDMLLSKSPSSLSANISSSPKGSPSSSRKSGTSCPSSKNSSPNSSPRTL
GRSKGRLRLPQIGSKNKPSSSKKNLDASKENGAGQICELADALSRGHMRGGSQPELVTPQDHEVALANGFLYEHEACGNG
CGDGYSNGQLGNHSEEDSTDDQREDTHIKPIYNLYAISCHSGILSGGHYITYAKNPNCKWYCYNDSSCEELHPDEIDTDS
AYILFYEQQGIDYAQFLPKIDGKKMADTSSTDEDSESDYEKYSMLQ                                  
>Hsap_ENSP00000254181                                                           
MISLKVCGFIQIWSQKTGMTKLKEALIETVQRQKEIKLVVTFKSGKFIRIFQLSNNIRSVVLRHCKKRQSHLRLTLKNNV
FLFIDKLSYRDAKQLNMFLDIIHQNKSQQPMKSDDDWSVFESRNMLKEIDKTSFYSICNKPSYQKMPLFMSKSPTHVKKG
ILENQGGKGQNTLSSDVQTNEDILKEDNPVPNKKYKTDSLKYIQSNRKNPSSLEDLEKDRDLKLGPSFNTNCNGNPNLDE
TVLATQTLNAKNGLTSPLEPEHSQGDPRCNKAQVPLDSHSQQLQQGFPNLGNTCYMNAVLQSLFAIPSFADDLLTQGVPW
EYIPFEALIMTLTQLLALKDFCSTKIKRELLGNVKKVISAVAEIFSGNMQNDAHEFLGQCLDQLKEDMEKLNATLNTGKE
CGDENSSPQMHVGSAATKVFVCPVVANFEFELQLSLICKACGHAVLKVEPNNYLSINLHQETKPLPLSIQNSLDLFFKEE
ELEYNCQMCKQKSCVARHTFSRLSRVLIIHLKRYSFNNAWLLVKNNEQVYIPKSLSLSSYCNESTKPPLPLSSSAPVGKC
EVLEVSQEMISEINSPLTPSMKLTSESSDSLVLPVEPDKNADLQRFQRDCGDASQEQHQRDLENGSALESELVHFRDRAI
GEKELPVADSLMDQGDISLPVMYEDGGKLISSPDTRLVEVHLQEVPQHPELQKYEKTNTFVEFNFDSVTESTNGFYDCKE
NRIPEGSQGMAEQLQQCIEESIIDEFLQQAPPPGVRKLDAQEHTEETLNQSTELRLQKADLNHLGALGSDNPGNKNILDA
ENTRGEAKELTRNVKMGDPLQAYRLISVVSHIGSSPNSGHYISDVYDFQKQAWFTYNDLCVSEISETKMQEARLHSGYIF
FYMHNGIFEELLRKAENSRLPSTQAGVIPQGEYEGDSLYRPA                                      
>Hsap_ENSP00000257548                                                           
MLSSRAEAAMTAADRAIQRFLRTGAAVRYKVMKNWGVIGGIAAALAAGIYVIWGPITERKKRRKGLVPGLVNLGNTCFMN
SLLQGLSACPAFIRWLEEFTSQYSRDQKEPPSHQYLSLTLLHLLKALSCQEVTDDEVLDASCLLDVLRMYRWQISSFEEQ
DAHELFHVITSSLEDERDRQPRVTHLFDVHSLEQQSEITPKQITCRTRGSPHPTSNHWKSQHPFHGRLTSNMVCKHCEHQ
SPVRFDTFDSLSLSIPAATWGHPLTLDHCLHHFISSESVRDVVCDNCTKIEAKGTLNGEKVEHQRTTFVKQLKLGKLPQC
LCIHLQRLSWSSHGTPLKRHEHVQFNEFLMMDIYKYHLLGHKPSQHNPKLNKNPGPTLELQDGPGAPTPVLNQPGAPKTQ
IFMNGACSPSLLPTLSAPMPFPLPVVPDYSSSTYLFRLMAVVVHHGDMHSGHFVTYRRSPPSARNPLSTSNQWLWVSDDT
VRKASLQEVLSSSAYLLFYERVLSRMQHQSQECKSEE                                           
>Hsap_ENSP00000258399                                                           
MSPLKIHGPIRIRSMQTGITKWKEGSFEIVEKENKVSLVVHYNTGGIPRIFQLSHNIKNVVLRPSGAKQSRLMLTLQDNS
FLSIDKVPSKDAEEMRLFLDAVHQNRLPAAMKPSQGSGSFGAILGSRTSQKETSRQLSYSDNQASAKRGSLETKDDIPFR
KVLGNPGRGSIKTVAGSGIARTIPSLTSTSTPLRSGLLENRTEKRKRMISTGSELNEDYPKENDSSSNNKAMTDPSRKYL
TSSREKQLSLKQSEENRTSGLLPLQSSSFYGSRAGSKEHSSGGTNLDRTNVSSQTPSAKRSLGFLPQPVPLSVKKLRCNQ
DYTGWNKPRVPLSSHQQQQLQGFSNLGNTCYMNAILQSLFSLQSFANDLLKQGIPWKKIPLNALIRRFAHLLVKKDICNS
ETKKDLLKKVKNAISATAERFSGYMQNDAHEFLSQCLDQLKEDMEKLNKTWKTEPVSGEENSPDISATRAYTCPVITNLE
FEVQHSIICKACGEIIPKREQFNDLSIDLPRRKKPLPPRSIQDSLDLFFRAEELEYSCEKCGGKCALVRHKFNRLPRVLI
LHLKRYSFNVALSLNNKIGQQVIIPRYLTLSSHCTENTKPPFTLGWSAHMAISRPLKASQMVNSCITSPSTPSKKFTFKS
KSSLALCLDSDSEDELKRSVALSQRLCEMLGNEQQQEDLEKDSKLCPIEPDKSELENSGFDRMSEEELLAAVLEISKRDA
SPSLSHEDDDKPTSSPDTGFAEDDIQEMPENPDTMETEKPKTITELDPASFTEITKDCDENKENKTPEGSQGEVDWLQQY
DMEREREEQELQQALAQSLQEQEAWEQKEDDDLKRATELSLQEFNNSFVDALGSDEDSGNEDVFDMEYTEAEAEELKRNA



ETGNLPHSYRLISVVSHIGSTSSSGHYISDVYDIKKQAWFTYNDLEVSKIQEAAVQSDRDRSGYIFFYMHKEIFDELLET
EKNSQSLSTEVGKTTRQAL                                                             
>Hsap_ENSP00000258499                                                           
MLAMDTCKHVGQLQLAQDHSSLNPQKWHCVDCNTTESIWACLSCSHVACGRYIEEHALKHFQESSHPVALEVNEMYVFCY
LCDDYVLNDNTTGDLKLLRRTLSAIKSQNYHCTTRSGRFLRSMGTGDDSYFLHDGAQSLLQSEDQLYTALWHRRRILMGK
IFRTWFEQSPIGRKKQEEPFQEKIVVKREVKKRRQELEYQVKAELESMPPRKSLRLQGLAQSTIIEIVSVQVPAQTPASP
AKDKVLSTSENEISQKVSDSSVKRRPIVTPGVTGLRNLGNTCYMNSVLQVLSHLLIFRQCFLKLDLNQWLAMTASEKTRS
CKHPPVTDTVVYQMNECQEKDTGFVCSRQSSLSSGLSGGASKGRKMELIQPKEPTSQYISLCHELHTLFQVMWSGKWALV
SPFAMLHSVWRLIPAFRGYAQQDAQEFLCELLDKIQRELETTGTSLPALIPTSQRKLIKQVLNVVNNIFHGQLLSQVTCL
ACDNKSNTIEPFWDLSLEFPERYQCSGKDIASQPCLVTEMLAKFTETEALEGKIYVCDQCNSKRRRFSSKPVVLTEAQKQ
LMICHLPQVLRLHLKRFRWSGRNNREKIGVHVGFEEILNMEPYCCRETLKSLRPECFIYDLSAVVMHHGKGFGSGHYTAY
CYNSEGGFWVHCNDSKLSMCTMDEVCKAQAYILFYTQRVTENGHSKLLPPELLLGSQHPNEDADTSSNEILS        
>Hsap_ENSP00000260187                                                           
MSQLSSTLKRYTESARYTDAHYAKSGYGAYTPSSYGANLAASLLEKEKLGFKPVPTSSFLTRPRTYGPSSLLDYDRGRPL
LRPDITGGGKRAESQTRGTERPLGSGLSGGSGFPYGVTNNCLSYLPINAYDQGVTLTQKLDSQSDLARDFSSLRTSDSYR
IDPRNLGRSPMLARTRKELCTLQGLYQTASCPEYLVDYLENYGRKGSASQVPSQAPPSRVPEIISPTYRPIGRYTLWETG
KGQAPGPSRSSSPGRDGMNSKSAQGLAGLRNLGNTCFMNSILQCLSNTRELRDYCLQRLYMRDLHHGSNAHTALVEEFAK
LIQTIWTSSPNDVVSPSEFKTQIQRYAPRFVGYNQQDAQEFLRFLLDGLHNEVNRVTLRPKSNPENLDHLPDDEKGRQMW
RKYLEREDSRIGDLFVGQLKSSLTCTDCGYCSTVFDPFWDLSLPIAKRGYPEVTLMDCMRLFTKEDVLDGDEKPTCCRCR
GRKRCIKKFSIQRFPKILVLHLKRFSESRIRTSKLTTFVNFPLRDLDLREFASENTNHAVYNLYAVSNHSGTTMGGHYTA
YCRSPGTGEWHTFNDSSVTPMSSSQVRTSDAYLLFYELASPPSRM                                   
>Hsap_ENSP00000261601                                                           
MPLYSVTVKWGKEKFEGVELNTDEPPMVFKAQLFALTGVQPARQKVMVKGGTLKDDDWGNIKIKNGMTLLMMGSADALPE
EPSAKTVFVEDMTEEQLASAMELPCGLTNLGNTCYMNATVQCIRSVPELKDALKRYAGALRASGEMASAQYITAALRDLF
DSMDKTSSSIPPIILLQFLHMAFPQFAEKGEQGQYLQQDANECWIQMMRVLQQKLEAIEDDSVKETDSSSASAATPSKKK
SLIDQFFGVEFETTMKCTESEEEEVTKGKENQLQLSCFINQEVKYLFTGLKLRLQEEITKQSPTLQRNALYIKSSKISRL
PAYLTIQMVRFFYKEKESVNAKVLKDVKFPLMLDMYELCTPELQEKMVSFRSKFKDLEDKKVNQQPNTSDKKSSPQKEVK
YEPFSFADDIGSNNCGYYDLQAVLTHQGRSSSSGHYVSWVKRKQDEWIKFDDDKVSIVTPEDILRLSGGGDWHIAYVLLY
GPRRVEIMEEESEQ                                                                  
>Hsap_ENSP00000263966                                                           
MQRRGALFGMPGGSGGRKMAAGDIGELLVPHMPTIRVPRSGDRVYKNECAFSYDSPNSEGGLYVCMNTFLAFGREHVERH
FRKTGQSVYMHLKRHVREKVRGASGGALPKRRNSKIFLDLDTDDDLNSDDYEYEDEAKLVIFPDHYEIALPNIEELPALV
TIACDAVLSSKSPYRKQDPDTWENELPVSKYANNLTQLDNGVRIPPSGWKCARCDLRENLWLNLTDGSVLCGKWFFDSSG
GNGHALEHYRDMGYPLAVKLGTITPDGADVYSFQEEEPVLDPHLAKHLAHFGIDMLHMHGTENGLQDNDIKLRVSEWEVI
QESGTKLKPMYGPGYTGLKNLGNSCYLSSVMQAIFSIPEFQRAYVGNLPRIFDYSPLDPTQDFNTQMTKLGHGLLSGQYS
KPPVKSELIEQVMKEEHKPQQNGISPRMFKAFVSKSHPEFSSNRQQDAQEFFLHLVNLVERNRIGSENPSDVFRFLVEER
IQCCQTRKVRYTERVDYLMQLPVAMEAATNKDELIAYELTRREAEANRRPLPELVRAKIPFSACLQAFSEPENVDDFWSS
ALQAKSAGVKTSRFASFPEYLVVQIKKFTFGLDWVPKKFDVSIDMPDLLDINHLRARGLQPGEEELPDISPPIVIPDDSK
DRLMNQLIDPSDIDESSVMQLAEMGFPLEACRKAVYFTGNMGAEVAFNWIIVHMEEPDFAEPLTMPGYGGAASAGASVFG
ASGLDNQPPEEIVAIITSMGFQRNQAIQALRATNNNLERALDWIFSHPEFEEDSDFVIEMENNANANIISEAKPEGPRVK
DGSGTYELFAFISHMGTSTMSGHYICHIKKEGRWVIYNDHKVCASERPPKDLGYMYFYRRIPS                 
>Hsap_ENSP00000265560                                                           
MAEGGGCRERPDAETQKSELGPLMRTTLQRGAQWYLIDSRWFKQWKKYVGFDSWDMYNVGEHNLFPGPIDNSGLFSDPES
QTLKEHLIDELDYVLVPTEAWNKLLNWYGCVEGQQPIVRKVVEHGLFVKHCKVEVYLLELKLCENSDPTNVLSCHFSKAD
TIATIEKEMRKLFNIPAERETRLWNKYMSNTYEQLSKLDNTVQDAGLYQGQVLVIEPQNEDGTWPRQTLQSKSSTAPSRN
FTTSPKSSASPYSSVSASLIANGDSTSTCGMHSSGVSRGGSGFSASYNCQEPPSSHIQPGLCGLGNLGNTCFMNSALQCL
SNTAPLTDYFLKDEYEAEINRDNPLGMKGEIAEAYAELIKQMWSGRDAHVAPRMFKTQVGRFAPQFSGYQQQDSQELLAF
LLDGLHEDLNRVKKKPYLELKDANGRPDAVVAKEAWENHRLRNDSVIVDTFHGLFKSTLVCPECAKVSVTFDPFCYLTLP
LPLKKDRVMEVFLVPADPHCRPTQYRVTVPLMGAVSDLCEALSRLSGIAAENMVVADVYNHRFHKIFQMDEGLNHIMPRD
DIFVYEVCSTSVDGSECVTLPVYFRERKSRPSSTSSASALYGQPLLLSVPKHKLTLESLYQAVCDRISRYVKQPLPDEFG
SSPLEPGACNGSRNSCEGEDEEEMEHQEEGKEQLSETEGSGEDEPGNDPSETTQKKIKGQPCPKRLFTFSLVNSYGTADI
NSLAADGKLLKLNSRSTLAMDWDSETRRLYYDEQESEAYEKHVSMLQPQKKKKTTVALRDCIELFTTMETLGEHDPWYCP
NCKKHQQATKKFDLWSLPKILVVHLKRFSYNRYWRDKLDTVVEFPIRGLNMSEFVCNLSARPYVYDLIAVSNHYGAMGVG
HYTAYAKNKLNGKWYYFDDSNVSLASEDQIVTKAAYVLFYQRRDDEFYKTPSLSSSGSSDGGTRPSSSQQGFGDDEACSM
DTN                                                                             
>Hsap_ENSP00000274030                                                           
MAWVKFLRKPGGNLGKVYQPGSMLSLAPTKGLLNEPGQNSCFLNSAVQVLWQLDIFRRSLRVLTGHVCQGDACIFCALKT
IFAQFQHSREKALPSDNIRHALAESFKDEQRFQLGLMDDAAECFENMLERIHFHIVPSRDADMCTSKSCITHQKFAMTLY
EQCVCRSCGASSDPLPFTEFVRYISTTALCNEVERMLERHERFKPEMFAELLQAANTTDDYRKCPSNCGQKIKIRRVLMN
CPEIVTIGLVWDSEHSDLTEAVVRNLATHLYLPGLFYRVTDENAKNSELNLVGMICYTSQHYCAFAFHTKSSKWVFFDDA
NVKEIGTRWKDVVSKCIRCHFQPLLLFYANPDGTAVSTEDALRQVISWSHYKSVAENMGCEKPVIHKSDNLKENGFGDQA
KQRENQKFPTDNISSSNRSHSHTGVGKGPAKLSHIDQREKIKDISRECALKAIEQKNLLSSQRKDLEKGQRKDLGRHRDL



VDEDLSHFQSGSPPAPNGFKQHGNPHLYHSQGKGSYKHDRVVPQSRASAQIISSSKSQILAPGEKITGKVKSDNGTGYDT
DSSQDSRDRGNSCDSSSKSRNRGWKPMRETLNVDSIFSESEKRQHSPRHKPNISNKPKSSKDPSFSNWPKENPKQKGLMT
IYEDEMKQEIGSRSSLESNGKGAEKNKGLVEGKVHGDNWQMQRTESGYESSDHISNGSTNLDSPVIDGNGTVMDISGVKE
TVCFSDQITTSNLNKERGDCTSLQSQHHLEGFRKELRNLEAGYKSHEFHPESHLQIKNHLIKRSHVHEDNGKLFPSSSLQ
IPKDHNAREHIHQSDEQKLEKPNECKFSEWLNIENSERTGLPFHVDNSASGKRVNSNEPSSLWSSHLRTVGLKPETAPLI
QQQNIMDQCYFENSLSTECIIRSASRSDGCQMPKLFCQNLPPPLPPKKYAITSVPQSEKSESTPDVKLTEVFKATSHLPK
HSLSTASEPSLEVSTHMNDERHKETFQVRECFGNTPNCPSSSSTNDFQANSGAIDAFCQPELDSISTCPNETVSLTTYFS
VDSCMTDTYRLKYHQRPKLSFPESSGFCNNSLS                                               
>Hsap_ENSP00000280377                                                           
MAEGGAADLDTQRSDIATLLKTSLRKGDTWYLVDSRWFKQWKKYVGFDSWDKYQMGDQNVYPGPIDNSGLLKDGDAQSLK
EHLIDELDYILLPTEGWNKLVSWYTLMEGQEPIARKVVEQGMFVKHCKVEVYLTELKLCENGNMNNVVTRRFSKADTIDT
IEKEIRKIFSIPDEKETRLWNKYMSNTFEPLNKPDSTIQDAGLYQGQVLVIEQKNEDGTWPRGPSTPKSPGASNFSTLPK
ISPSSLSNNYNNMNNRNVKNSNYCLPSYTAYKNYDYSEPGRNNEQPGLCGLSNLGNTCFMNSAIQCLSNTPPLTEYFLND
KYQEELNFDNPLGMRGEIAKSYAELIKQMWSGKFSYVTPRAFKTQVGRFAPQFSGYQQQDCQELLAFLLDGLHEDLNRIR
KKPYIQLKDADGRPDKVVAEEAWENHLKRNDSIIVDIFHGLFKSTLVCPECAKISVTFDPFCYLTLPLPMKKERTLEVYL
VRMDPLTKPMQYKVVVPKIGNILDLCTALSALSGIPADKMIVTDIYNHRFHRIFAMDENLSSIMERDDIYVFEININRTE
DTEHVIIPVCLREKFRHSSYTHHTGSSLFGQPFLMAVPRNNTEDKLYNLLLLRMCRYVKISTETEETEGSLHCCKDQNIN
GNGPNGIHEEGSPSEMETDEPDDESSQDQELPSENENSQSEDSVGGDNDSENGLCTEDTCKGQLTGHKKRLFTFQFNNLG
NTDINYIKDDTRHIRFDDRQLRLDERSFLALDWDPDLKKRYFDENAAEDFEKHESVEYKPPKKPFVKLKDCIELFTTKEK
LGAEDPWYCPNCKEHQQATKKLDLWSLPPVLVVHLKRFSYSRYMRDKLDTLVDFPINDLDMSEFLINPNAGPCRYNLIAV
SNHYGGMGGGHYTAFAKNKDDGKWYYFDDSSVSTASEDQIVSKAAYVLFYQRQDTFSGTGFFPLDRETKGASAATGIPLE
SDEDSNDNDNDIENENCMHTN                                                           
>Hsap_ENSP00000282344                                                           
MEILMTVSKFASICTMGANASALEKEIGPEQFPVNEHYFGLVNFGNTCYCNSVLQALYFCRPFREKVLAYKSQPRKKESL
LTCLADLFHSIATQKKKVGVIPPKKFITRLRKENELFDNYMQQDAHEFLNYLLNTIADILQEERKQEKQNGRLPNGNIDN
ENNNSTPDPTWVHEIFQGTLTNETRCLTCETISSKDEDFLDLSVDVEQNTSITHCLRGFSNTETLCSEYKYYCEECRSKQ
EAHKRMKVKKLPMILALHLKRFKYMDQLHRYTKLSYRVVFPLELRLFNTSGDATNPDRMYDLVAVVVHCGSGPNRGHYIA
IVKSHDFWLLFDDDIVEKIDAQAIEEFYGLTSDISKNSESGYILFYQSRD                              
>Hsap_ENSP00000285199                                                           
MDLGPGDAAGGGPLAPRPRRRRSLRRLFSRFLLALGSRSRPGDSPPRPQPGHCDGDGEGGFACAPGPVPAAPGSPGEERP
PGPQPQLQLPAGDGARPPGAQGLKNHGNTCFMNAVVQCLSNTDLLAEFLALGRYRAAPGRAEVTEQLAALVRALWTREYT
PQLSAEFKNAVSKYGSQFQGNSQHDALEFLLWLLDRVHEDLEGSSRGPVSEKLPPEATKTSENCLSPSAQLPLGQSFVQS
HFQAQYRSSLTCPHCLKQSNTFDPFLCVSLPIPLRQTRFLSVTLVFPSKSQRFLRVGLAVPILSTVAALRKMVAEEGGVP
ADEVILVELYPSGFQRSFFDEEDLNTIAEGDNVYAFQVPPSPSQGTLSAHPLGLSASPRLAAREGQRFSLSLHSESKVLI
LFCNLVGSGQQASRFGPPFLIREDRAVSWAQLQQSILSKVRHLMKSEAPVQNLGSLFSIRVVGLSVACSYLSPKDSRPLC
HWAVDRVLHLRRPGGPPHVKLAVEWDSSVKERLFGSLQEERAQDADSVWQQQQAHQQHSCTLDECFQFYTKEEQLAQDDA
WKCPHCQVLQQGMVKLSLWTLPDILIIHLKRFCQVGERRNKLSTLVKFPLSGLNMAPHVAQRSTSPEAGLGPWPSWKQPD
CLPTSYPLDFLYDLYAVCNHHGNLQGGHYTAYCRNSLDGQWYSYDDSTVEPLREDEVNTRGAYILFYQKRNSIPPWSASS
SMRGSTSSSLSDHWLLRLGSHAGSTRGSLLSWSSAPCPSLPQVPDSPIFTNSLCNQEKGGLEPRRLVRGVKGRSISMKAP
TTSRAKQGPFKTMPLRWSFGSKEKPPGASVELVEYLESRRRPRSTSQSIVSLLTGTAGEDEKSASPRSNVALPANSEDGG
RAIERGPAGVPCPSAQPNHCLAPGNSDGPNTARKLKENAGQDIKLPRKFDLPLTVMPSVEHEKPARPEGQKAMNWKESFQ
MGSKSSPPSPYMGFSGNSKDSRRGTSELDRPLQGTLTLLRSVFRKKENRRNERAEVSPQVPPVSLVSGGLSPAMDGQAPG
SPPALRIPEGLARGLGSRLERDVWSAPSSLRLPRKASRAPRGSALGMSQRTVPGEQASYGTFQRVKYHTLSLGRKKTLPE
SSF                                                                             
>Hsap_ENSP00000289865                                                           
MPQASEHRLGRTREPPVNIQPRVGSKLPFAPRARSKERRNPASGPNPMLRPLPPRPGLPDERLKKLELGRGRTSGPRPRG
PLRADHGVPLPGSPPPTVALPLPSRTNLARSKSVSSGDLRPMGIALGGHRGTGELGAALSRLALRPEPPTLRRSTSLRRL
GGFPGPPTLFSIRTEPPASHGSFHMISARSSEPFYSDDKMAHHTLLLGSGHVGLRNLGNTCFLNAVLQCLSSTRPLRDFC
LRRDFRQEVPGGGRAQELTEAFADVIGALWHPDSCEAVNPTRFRAVFQKYVPSFSGYSQQDAQEFLKLLMERLHLEINRR
GRRAPPILANGPVPSPPRRGGALLEEPELSDDDRANLMWKRYLEREDSKIVDLFVGQLKSCLKCQACGYRSTTFEVFCDL
SLPIPKKGFAGGKVSLRDCFNLFTKEEELESENAPVCDRCRQKTRSTKKLTVQRFPRILVLHLNRFSASRGSIKKSSVGV
DFPLQRLSLGDFASDKAGSPVYQLYALCNHSGSVHYGHYTALCRCQTGWHVYNDSRVSPVSENQVASSEGYVLFYQLMQE
PPRCL                                                                           
>Hsap_ENSP00000294383                                                           
MESEEEQHMTTLLCMGFSDPATIRKALRLAKNDINEAVALLTNERPGLDYGGYEPMDSGGGPSPGPGGGPRGDGGGDGGG
GGPSRGGSTGGGGGFDPPPAYHEVVDAEKNDENGNCSGEGIEFPTTNLYELESRVLTDHWSIPYKREESLGKCLLASTYL
ARLGLSESDENCRRFMDRCMPEAFKKLLTSSAVHKWGTEIHEGIYNMLMLLIELVAERIKQDPIPTGLLGVLTMAFNPDN
EYHFKNRMKVSQRNWAEVFGEGNMFAVSPVSTFQKEPHGWVVDLVNKFGELGGFAAIQAKLHSEDIELGAVSALIQPLGV
CAEYLNSSVVQPMLDPVILTTIQDVRSVEEKDLKDKRLVSIPELLSAVKLLCMRFQPDLVTIVDDLRLDILLRMLKSPHF
SAKMNSLKEVTKLIEDSTLSKSVKNAIDTDRLLDWLVENSVLSIALEGNIDQAQYCDRIKGIIELLGSKLSLDELTKIWK
IQSGQSSTVIENIHTIIAAAAVKFNSDQLNHLFVLIQKSWETESDRVRQKLLSLIGRIGREARFETTSGKVLDVLWELAH
LPTLPSSLIQQALEEHLTILSDAYAVKEAIKRSYIIKCIEDIKRPGEWSGLEKNKKDGFKSSQLNNPQFVWVVPALRQLH



EITRSFIKQTYQKQDKSIIQDLKKNFEIVKLVTGSLIACHRLAAAVAGPGGLSGSTLVDGRYTYREYLEAHLKFLAFFLQ
EATLYLGWNRAKEIWECLVTGQDVCELDREMCFEWFTKGQHDLESDVQQQLFKEKILKLESYEITMNGFNLFKTFFENVN
LCDHRLKRQGAQLYVEKLELIGMDFIWKIAMESPDEEIANEAIQLIINYSYINLNPRLKKDSVSLHKKFIADCYTRLEAA
SSALGGPTLTHAVTRATKMLTATAMPTVATSVQSPYRSTKLVIIERLLLLAERYVITIEDFYSVPRTILPHGASFHGHLL
TLNVTYESTKDTFTVEAHSNETIGSVRWKIAKQLCSPVDNIQIFTNDSLLTVNKDQKLLHQLGFSDEQILTVKTSGSGTP
SGSSADSSTSSSSSSSGVFSSSYAMEQEKSLPGVVMALVCNVFDMLYQLANLEEPRITLRVRKLLLLIPTDPAIQEALDQ
LDSLGRKKTLLSESSSQSSKSPSLSSKQQHQPSASSILESLFRSFAPGMSTFRVLYNLEVLSSKLMPTADDDMARSCAKS
FCENFLKAGGLSLVVNVMQRDSIPSEVDYETRQGVYSICLQLARFLLVGQTMPTLLDEDLTKDGIEALSSRPFRNVSRQT
SRQMSLCGTPEKSSYRQLSVSDRSSIRVEEIIPAARVAIQTMEVSDFTSTVACFMRLSWAAAAGRLDLVGSSQPIKESNS
LCPAGIRNRLSSSGSNCSSGSEGEPVALHAGICVRQQSVSTKDSLIAGEALSLLVTCLQLRSQQLASFYNLPCVADFIID
ILLGSPSAEIRRVACDQLYTLSQTDTSAHPDVQKPNQFLLGVILTAQLPLWSPTSIMRGVNQRLLSQCMEYFDLRCQLLD
DLTTSEMEQLRISPATMLEDEITWLDNFEPNRTAECETSEADNILLAGHLRLIKTLLSLCGAEKEMLGSSLIKPLLDDFL
FRASRIILNSHSPAGSAAISQQDFHPKCSTANSRLAAYEVLVMLADSSPSNLQIIIKELLSMHHQPDPALTKEFDYLPPV
DSRSSSGFVGLRNGGATCYMNAVFQQLYMQPGLPESLLSVDDDTDNPDDSVFYQVQSLFGHLMESKLQYYVPENFWKIFK
MWNKELYVREQQDAYEFFTSLIDQMDEYLKKMGRDQIFKNTFQGIYSDQKICKDCPHRYEREEAFMALNLGVTSCQSLEI
SLDQFVRGEVLEGSNAYYCEKCKEKRITVKRTCIKSLPSVLVIHLMRFGFDWESGRSIKYDEQIRFPWMLNMEPYTVSGM
ARQDSSSEVGENGRSVDQGGGGSPRKKVALTENYELVGVIVHSGQAHAGHYYSFIKDRRGCGKGKWYKFNDTVIEEFDLN
DETLEYECFGGEYRPKVYDQTNPYTDVRRRYWNAYMLFYQRVSDQNSPVLPKKSRVSVVRQEAEDLSLSAPSSPEISPQS
SPRPHRPNNDRLSILTKLVKKGEKKGLFVEKMPARIYQMVRDENLKFMKNRDVYSSDYFSFVLSLASLNATKLKHPYYPC
MAKVSLQLAIQFLFQTYLRTKKKLRVDTEEWIATIEALLSKSFDACQWLVEYFISSEGRELIKIFLLECNVREVRVAVAT
ILEKTLDSALFYQDKLKSLHQLLEVLLALLDKDVPENCKNCAQYFFLFNTFVQKQGIRAGDLLLRHSALRHMISFLLGAS
RQNNQIRRWSSAQAREFGNLHNTVALLVLHSDVSSQRNVAPGIFKQRPPISIAPSSPLLPLHEEVEALLFMSEGKPYLLE
VMFALRELTGSLLALIEMVVYCCFCNEHFSFTMLHFIKNQLETAPPHELKNTFQLLHEILVIEDPIQVERVKFVFETENG
LLALMHHSNHVDSSRCYQCVKFLVTLAQKCPAAKEYFKENSHHWSWAVQWLQKKMSEHYWTPQSNVSNETSTGKTFQRTI
SAQDTLAYATALLNEKEQSGSSNGSESSPANENGDRHLQQGSESPMMIGELRSDLDDVDP                    
>Hsap_ENSP00000300896                                                           
MGAKESRIGFLSYEEALRRVTDVELKRLKDAFKRTCGLSYYMGQHCFIREVLGDGVPPKVAEVIYCSFGGTSKGLHFNNL
IVGLVLLTRGKDEEKAKYIFSLFSSESGNYVIREEMERMLHVVDGKVPDTLRKCFSEGEKVNYEKFRNWLFLNKDAFTFS
RWLLSGGVYVTLTDDSDTPTFYQTLAGVTHLEESDIIDLEKRYWLLKAQSRTGRFDLETFGPLVSPPIRPSLSEGLFNAF
DENRDNHIDFKEISCGLSACCRGPLAERQKFCFKVFDVDRDGVLSRVELRDMVVALLEVWKDNRTDDIPELHMDLSDIVE
GILNAHDTTKMGHLTLEDYQIWSVKNVLANEFLNLLFQVCHIVLGLRPATPEEEGQIIRGWLERESRYGLQAGHNWFIIS
MQWWQQWKEYVKYDANPVVIEPSSVLNGGKYSFGTAAHPMEQVEDRIGSSLSYVNTTEEKFSDNISTASEASETAGSGFL
YSATPGADVCFARQHNTSDNNNQCLLGANGNILLHLNPQKPGAIDNQPLVTQEPVKATSLTLEGGRLKRTPQLIHGRDYE
MVPEPVWRALYHWYGANLALPRPVIKNSKTDIPELELFPRYLLFLRQQPATRTQQSNIWVNMGNVPSPNAPLKRVLAYTG
CFSRMQTIKEIHEYLSQRLRIKEEDMRLWLYNSENYLTLLDDEDHKLEYLKIQDEQHLVIEVRNKDMSWPEEMSFIANSS
KIDRHKVPTEKGATGLSNLGNTCFMNSSIQCVSNTQPLTQYFISGRHLYELNRTNPIGMKGHMAKCYGDLVQELWSGTQK
NVAPLKLRWTIAKYAPRFNGFQQQDSQELLAFLLDGLHEDLNRVHEKPYVELKDSDGRPDWEVAAEAWDNHLRRNRSIVV
DLFHGQLRSQVKCKTCGHISVRFDPFNFLSLPLPMDSYMHLEITVIKLDGTTPVRYGLRLNMDEKYTGLKKQLSDLCGLN
SEQILLAEVHGSNIKNFPQDNQKVRLSVSGFLCAFEIPVPVSPISASSPTQTDFSSSPSTNEMFTLTTNGDLPRPIFIPN
GMPNTVVPCGTEKNFTNGMVNGHMPSLPDSPFTGYIIAVHRKMMRTELYFLSSQKNRPSLFGMPLIVPCTVHTRKKDLYD
AVWIQVSRLASPLPPQEASNHAQDCDDSMGYQYPFTLRVVQKDGNSCAWCPWYRFCRGCKIDCGEDRAFIGNAYIAVDWD
PTALHLRYQTSQERVVDEHESVEQSRRAQAEPINLDSCLRAFTSEEELGENEMYYCSKCKTHCLATKKLDLWRLPPILII
HLKRFQFVNGRWIKSQKIVKFPRESFDPSAFLVPRDPALCQHKPLTPQGDELSEPRILAREVKKVDAQSSAGEEDVLLSK
SPSSLSANIISSPKGSPSSSRKSGTSCPSSKNSSPNSSPRTLGRSKGRLRLPQIGSKNKLSSSKENLDASKENGAGQICE
LADALSRGHVLGGSQPELVTPQDHEVALANGFLYEHEACGNGYSNGQLGNHSEEDSTDDQREDTRIKPIYNLYAISCHSG
ILGGGHYVTYAKNPNCKWYCYNDSSCKELHPDEIDTDSAYILFYEQQGIDYAQFLPKTDGKKMADTSSMDEDFESDYKKY
CVLQ                                                                            
>Hsap_ENSP00000301962                                                           
MTIVDKASESSDPSAYQNQPGSSEAVSPGDMDAGSASWGAVSSLNDVSNHTLSLGPVPGAVVYSSSSVPDKSKPSPQKDQ
ALGDGIAPPQKVLFPSEKICLKWQQTHRVGAGLQNLGNTCFANAALQCLTYTPPLANYMLSHEHSKTCHAEGFCMMCTMQ
AHITQALSNPGDVIKPMFVINEMRRIARHFRFGNQEDAHEFLQYTVDAMQKACLNGSNKLDRHTQATTLVCQIFGGYLRS
RVKCLNCKGVSDTFDPYLDITLEIKAAQSVNKALEQFVKPEQLDGENSYKCSKCKKMVPASKRFTIHRSSNVLTLSLKRF
ANFTGGKIAKDVKYPEYLDIRPYMSQPNGEPIVYVLYAVLVHTGFNCHAGHYFCYIKASNGLWYQMNDSIVSTSDIRSVL
SQQAYVLFYIRSHDVKNGGELTHPTHSPGQSSPRPVISQRVVTNKQAAPGFIGPQLPSHMIKNPPHLNGTGPLKDTPSSS
MSSPNGNSSVNRASPVNASASVQNWSVNRSSVIPEHPKKQKITISIHNKLPVRQCQSQPNLHSNSLENPTKPVPSSTITN
SAVQSTSNASTMSVSSKVTKPIPRSESCSQPVMNGKSKLNSSVLVPYGAESSEDSDEESKGLGKENGIGTIVSSHSPGQD
AEDEEATPHELQEPMTLNGANSADSDSDPKENGLAPDGASCQGQPALHSENPFAKANGLPGKLMPAPLLSLPEDKILETF
RLSNKLKGSTDEMSAPGAERGPPEDRDAEPQPGSPAAESLEEPDAAAGLSSTKKAPPPRDPGTPATKEGAWEAMAVAPEE
PPPSAGEDIVGDTAPPDLCDPGSLTGDASPLSQDAKGMIAEGPRDSALAEAPEGLSPAPPARSEEPCEQPLLVHPSGDHA
RDAQDPSQSLGAPEAAERPPAPVLDMAPAGHPEGDAEPSPGERVEDAAAPKAPGPSPAKEKIGSLRKVDRGHYRSRRERS
SSGEPARESRSKTEGHRHRRRRTCPRERDRQDRHAPEHHPGHGDRLSPGERRSLGRCSHHHSRHRSGVELDWVRHHYTEG
ERGWGREKFYPDRPRWDRCRYYHDRYALYAARDWKPFHGGREHERAGLHERPHKDHNRGRRGCEPARERERHRPSSPRAG



APHALAPHPDRFSHDRTALVAGDNCNLSDRFHEHENGKSRKRRHDSVENSDSHVEKKARRSEQKDPLEEPKAKKHKKSKK
KKKSKDKHRDRDSRHQQDSDLSAACSDADLHRHKKKKKKKKRHSRKSEDFVKDSELHLPRVTSLETVAQFRRAQGGFPLS
GGPPLEGVGPFREKTKHLRMESRDDRCRLFEYGQGD                                            
>Hsap_ENSP00000302239                                                           
MPAVASVPKELYLSSSLKDLNKKTEVKPEKISTKSYVHSALKIFKTAEECRLDRDEERAYVLYMKYVTVYNLIKKRPDFK
QQQDYFHSILGPGNIKKAVEEAERLSESLKLRYEEAEVRKKLEEKDRQEEAQRLQQKRQETGREDGGTLAKGSLENVLDS
KDKTQKSNGEKNEKCETKEKGAITAKELYTMMTDKNISLIIMDARRMQDYQDSCILHSLSVPEEAISPGVTASWIEAHLP
DDSKDTWKKRGNVEYVVLLDWFSSAKDLQIGTTLRSLKDALFKWESKTVLRNEPLVLEGGYENWLLCYPQYTTNAKVTPP
PRRQNEEVSISLDFTYPSLEESIPSKPAAQTPPASIEVDENIELISGQNERMGPLNISTPVEPVAASKSDVSPIIQPVPS
IKNVPQIDRTKKPAVKLPEEHRIKSESTNHEQQSPQSGKVIPDRSTKPVVFSPTLMLTDEEKARIHAETALLMEKNKQEK
ELRERQQEEQKEKLRKEEQEQKAKKKQEAEENEITEKQQKAKEEMEKKESEQAKKEDKETSAKRGKEITGVKRQSKSEHE
TSDAKKSVEDRGKRCPTPEIQKKSTGDVPHTSVTGDSGSGKPFKIKGQPESGILRTGTFREDTDDTERNKAQREPLTRAR
SEEMGRIVPGLPSGWAKFLDPITGTFRYYHSPTNTVHMYPPEMAPSSAPPSTPPTHKAKPQIPAERDREPSKLKRSYSSP
DITQAIQEEEKRKPTVTPTVNRENKPTCYPKAEISRLSASQIRNLNPVFGGSGPALTGLRNLGNTCYMNSILQCLCNAPH
LADYFNRNCYQDDINRSNLLGHKGEVAEEFGIIMKALWTGQYRYISPKDFKITIGKINDQFAGYSQQDSQELLLFLMDGL
HEDLNKADNRKRYKEENNDHLDDFKAAEHAWQKHKQLNESIIVALFQGQFKSTVQCLTCHKKSRTFEAFMYLSLPLASTS
KCTLQDCLRLFSKEEKLTDNNRFYCSHCRARRDSLKKIEIWKLPPVLLVHLKRFSYDGRWKQKLQTSVDFPLENLDLSQY
VIGPKNNLKKYNLFSVSNHYGGLDGGHYTAYCKNAARQRWFKFDDHEVSDISVSSVKSSAAYILFYTSLGPRVTDVAT  
>Hsap_ENSP00000303434                                                           
MDKILEGLVSSSHPLPLKRVIVRKVVESAEHWLDEAQCEAMFDLTTRLILEGQDPFQRQVGHQVLEAYARYHRPEFESFF
NKTFVLGLLHQGYHSLDRKDVAILDYIHNGLKLIMSCPSVLDLFSLLQVEVLRMVCERPEPQLCARLSDLLTDFVQCIPK
GKLSITFCQQLVRTIGHFQCVSTQERELREYVSQVTKVSNLLQNIWKAEPATLLPSLQEVFASISSTDASFEPSVALASL
VQHIPLQMITVLIRSLTTDPNVKDASMTQALCRMIDWLSWPLAQHVDTWVIALLKGLAAVQKFTILIDVTLLKIELVFNR
LWFPLVRPGALAVLSHMLLSFQHSPEAFHLIVPHVVNLVHSFKNDGLPSSTAFLVQLTELIHCMMYHYSGFPDLYEPILE
AIKDFPKPSEEKIKLILNQSAWTSQSNSLASCLSRLSGKSETGKTGLINLGNTCYMNSVIQALFMATDFRRQVLSLNLNG
CNSLMKKLQHLFAFLAHTQREAYAPRIFFEASRPPWFTPRSQQDCSEYLRFLLDRLHEEEKILKVQASHKPSEILECSET
SLQEVASKAAVLTETPRTSDGEKTLIEKMFGGKLRTHIRCLNCRSTSQKVEAFTDLSLAFCPSSSLENMSVQDPASSPSI
QDGGLMQASVPGPSEEPVVYNPTTAAFICDSLVNEKTIGSPPNEFYCSENTSVPNESNKILVNKDVPQKPGGETTPSVTD
LLNYFLAPEILTGDNQYYCENCASLQNAEKTMQITEEPEYLILTLLRFSYDQKYHVRRKILDNVSLPLVLELPVKRITSF
SSLSESWSVDVDFTDLSENLAKKLKPSGTDEASCTKLVPYLLSSVVVHSGISSESGHYYSYARNITSTDSSYQMYHQSEA
LALASSQSHLLGRDSPSAVFEQDLENKEMSKEWFLFNDSRVTFTSFQSVQKITSRFPKDTAYVLLYKKQHSTNGLSGNNP
TSGLWINGDPPLQKELMDAITKDNKLYLQEQELNARARALQAASASCSFRPNGFDDNDPPGSCGPTGGGGGGGFNTVGRL
VF                                                                              
>Hsap_ENSP00000308928                                                           
MSSGLWSQEKVTSPYWEERIFYLLLQECSVTDKQTQKLLKVPKGSIGQYIQDRSVGHSRIPSAKGKKNQIGLKILEQPHA
VLFVDEKDVVEINEKFTELLLAITNCEERFSLFKNRNRLSKGLQIDVGCPVKVQLRSGEEKFPGVVRFRGPLLAERTVSG
IFFGVELLEEGRGQGFTDGVYQGKQLFQCDEDCGVFVALDKLELIEDDDTALESDYAGPGDTMQVELPPLEINSRVSLKV
GETIESGTVIFCDVLPGKESLGYFVGVDMDNPIGNWDGRFDGVQLCSFACVESTILLHINDIIPALSESVTQERRPPKLA
FMSRGVGDKGSSSHNKPKATGSTSDPGNRNRSELFYTLNGSSVDSQPQSKSKNTWYIDEVAEDPAKSLTEISTDFDRSSP
PLQPPPVNSLTTENRFHSLPFSLTKMPNTNGSIGHSPLSLSAQSVMEELNTAPVQESPPLAMPPGNSHGLEVGSLAEVKE
NPPFYGVIRWIGQPPGLNEVLAGLELEDECAGCTDGTFRGTRYFTCALKKALFVKLKSCRPDSRFASLQPVSNQIERCNS
LAFGGYLSEVVEENTPPKMEKEGLEIMIGKKKGIQGHYNSCYLDSTLFCLFAFSSVLDTVLLRPKEKNDVEYYSETQELL
RTEIVNPLRIYGYVCATKIMKLRKILEKVEAASGFTSEEKDPEEFLNILFHHILRVEPLLKIRSAGQKVQDCYFYQIFME
KNEKVGVPTIQQLLEWSFINSNLKFAEAPSCLIIQMPRFGKDFKLFKKIFPSLELNITDLLEDTPRQCRICGGLAMYECR
ECYDDPDISAGKIKQFCKTCNTQVHLHPKRLNHKYNPVSLPKDLPDWDWRHGCIPCQNMELFAVLCIETSHYVAFVKYGK
DDSAWLFFDSMADRDGGQNGFNIPQVTPCPEVGEYLKMSLEDLHSLDSRRIQGCARRLLCDAYMCMYQSPTMSLYK    
>Hsap_ENSP00000310590                                                           
MPIVDKLKEALKPGRKDSADDGELGKLLASSAKKVLLQKIEFEPASKSFSYQLEALKSKYVLLNPKTEGASRHKSGDDPP
ARRQGSEHTYESCGDGVPAPQKVLFPTERLSLRWERVFRVGAGLHNLGNTCFLNATIQCLTYTPPLANYLLSKEHARSCH
QGSFCMLCVMQNHIVQAFANSGNAIKPVSFIRDLKKIARHFRFGNQEDAHEFLRYTIDAMQKACLNGCAKLDRQTQATTL
VHQIFGGYLRSRVKCSVCKSVSDTYDPYLDVALEIRQAANIVRALELFVKADVLSGENAYMCAKCKKKVPASKRFTIHRT
SNVLTLSLKRFANFSGGKITKDVGYPEFLNIRPYMSQNNGDPVMYGLYAVLVHSGYSCHAGHYYCYVKASNGQWYQMNDS
LVHSSNVKVVLNQQAYVLFYLRIPGSKKSPEGLISRTGSSSLPGRPSVIPDHSKKNIGNGIISSPLTGKRQDSGTMKKPH
TTEEIGVPISRNGSTLGLKSQNGCIPPKLPSGSPSPKLSQTPTHMPTILDDPGKKVKKPAPPQHFSPRTAQGLPGTSNSN
SSRSGSQRQGSWDSRDVVLSTSPKLLATATANGHGLKGNDESAGLDRRGSSSSSPEHSASSDSTKAPQTPRSGAAHLCDS
QETNCSTAGHSKTPPSGADSKTVKLKSPVLSNTTTEPASTMSPPPAKKLALSAKKASTLWRATGNDLRPPPPSPSSDLTH
PMKTSHPVVASTWPVHRARAVSPAPQSSSRLQPPFSPHPTLLSSTPKPPGTSEPRSCSSISTALPQVNEDLVSLPHQLPE
ASEPPQSPSEKRKKTFVGEPQRLGSETRLPQHIREATAAPHGKRKRKKKKRPEDTAASALQEGQTQRQPGSPMYRREGQA
QLPAVRRQEDGTQPQVNGQQVGCVTDGHHASSRKRRRKGAEGLGEEGGLHQDPLRHSCSPMGDGDPEAMEESPRKKKKKK
RKQETQRAVEEDGHLKCPRSAKPQDAVVPESSSCAPSANGWCPGDRMGLSQAPPVSWNGERESDVVQELLKYSSDKAYGR
KVLTWDGKMSAVSQDAIEDSRQARTETVVDDWDEEFDRGKEKKIKKFKREKRRNFNAFQKLQTRRNFWSVTHPAKAASLS
YRR                                                                             



>Hsap_ENSP00000312981                                                           
MSGRSKRESRGSTRGKRESESRGSSGRVKRERDREREPEAASSRGSPVRVKREFEPASAREAPASVVPFVRVKREREVDE
DSEPEREVRAKNGRVDSEDRRSRHCPYLDTINRSVLDFDFEKLCSISLSHINAYACLVCGKYFQGRGLKSHAYIHSVQFS
HHVFLNLHTLKFYCLPDNYEIIDSSLEDITYVLKPTFTKQQIANLDKQAKLSRAYDGTTYLPGIVGLNNIKANDYANAVL
QALSNVPPLRNYFLEEDNYKNIKRPPGDIMFLLVQRFGELMRKLWNPRNFKAHVSPHEMLQAVVLCSKKTFQITKQGDGV
DFLSWFLNALHSALGGTKKKKKTIVTDVFQGSMRIFTKKLPHPDLPAEEKEQLLHNDEYQETMVESTFMYLTLDLPTAPL
YKDEKEQLIIPQVPLFNILAKFNGITEKEYKTYKENFLKRFQLTKLPPYLIFCIKRFTKNNFFVEKNPTIVNFPITNVDL
REYLSEEVQAVHKNTTYDLIANIVHDGKPSEGSYRIHVLHHGTGKWYELQDLQVTDILPQMITLSEAYIQIWKRRDNDET
NQQGA                                                                           
>Hsap_ENSP00000313811                                                           
MGDSRDLCPHLDSIGEVTKEDLLLKSKGTCQSCGVTGPNLWACLQVACPYVGCGESFADHSTIHAQAKKHNLTVNLTTFR
LWCYACEKEVFLEQRLAAPLLGSSSKFSEQDSPPPSHPLKAVPIAVADEGESESEDDDLKPRGLTGMKNLGNSCYMNAAL
QALSNCPPLTQFFLECGGLVRTDKKPALCKSYQKLVSEVWHKKRPSYVVPTSLSHGIKLVNPMFRGYAQQDTQEFLRCLM
DQLHEELKEPVVATVALTEARDSDSSDTDEKREGDRSPSEDEFLSCDSSSDRGEGDGQGRGGGSSQAETELLIPDEAGRA
ISEKERMKDRKFSWGQQRTNSEQVDEDADVDTAMAALDDQPAEAQPPSPRSSSPCRTPEPDNDAHLRSSSRPCSPVHHHE
GHAKLSSSPPRASPVRMAPSYVLKKAQVLSAGSRRRKEQRYRSVISDIFDGSILSLVQCLTCDRVSTTVETFQDLSLPIP
GKEDLAKLHSAIYQNVPAKPGACGDSYAAQGWLAFIVEYIRRFVVSCTPSWFWGPVVTLEDCLAAFFAADELKGDNMYSC
ERCKKLRNGVKYCKVLRLPEILCIHLKRFRHEVMYSFKINSHVSFPLEGLDLRPFLAKECTSQITTYDLLSVICHHGTAG
SGHYIAYCQNVINGQWYEFDDQYVTEVHETVVQNAEGYVLFYRKSSEEAMRERQQVVSLAAMREPSLLRFYVSREWLNKF
NTFAEPGPITNQTFLCSHGGIPPHKYHYIDDLVVILPQNVWEHLYNRFGGGPAVNHLYVCSICQVEIEALAKRRRIEIDT
FIKLNKAFQAEESPGVIYCISMQWFREWEAFVKGKDNEPPGPIDNSRIAQVKGSGHVQLKQGADYGQISEETWTYLNSLY
GGGPEIAIRQSVAQPLGPENLHGEQKIEAETRAV                                              
>Hsap_ENSP00000316357                                                           
MTATTRGSPVGGNDNQGQAPDGQSQPPLQQNQTSSPDSSNENSPATPPDEQGQGDAPPQLEDEEPAFPHTDLAKLDDMIN
RPRWVVPVLPKGELEVLLEAAIDLSKKGLDVKSEACQRFFRDGLTISFTKILTDEAVSGWKFEIHRCIINNTHRLVELCV
AKLSQDWFPLLELLAMALNPHCKFHIYNGTRPCESVSSSVQLPEDELFARSPDPRSPKGWLVDLLNKFGTLNGFQILHDR
FINGSALNVQIIAALIKPFGQCYEFLTLHTVKKYFLPIIEMVPQFLENLTDEELKKEAKNEAKNDALSMIIKSLKNLASR
VPGQEETVKNLEIFRLKMILRLLQISSFNGKMNALNEVNKVISSVSYYTHRHGNPEEEEWLTAERMAEWIQQNNILSIVL
RDSLHQPQYVEKLEKILRFVIKEKALTLQDLDNIWAAQAGKHEAIVKNVHDLLAKLAWDFSPEQLDHLFDCFKASWTNAS
KKQREKLLELIRRLAEDDKDGVMAHKVLNLLWNLAHSDDVPVDIMDLALSAHIKILDYSCSQDRDTQKIQWIDRFIEELR
TNDKWVIPALKQIREICSLFGEAPQNLSQTQRSPHVFYRHDLINQLQHNHALVTLVAENLATYMESMRLYARDHEDYDPQ
TVRLGSRYSHVQEVQERLNFLRFLLKDGQLWLCAPQAKQIWKCLAENAVYLCDREACFKWYSKLMGDEPDLDPDINKDFF
ESNVLQLDPSLLTENGMKCFERFFKAVNCREGKLVAKRRAYMMDDLELIGLDYLWRVVIQSNDDIASRAIDLLKEIYTNL
GPRLQVNQVVIHEDFIQSCFDRLKASYDTLCVLDGDKDSVNCARQEAVRMVRVLTVLREYINECDSDYHEERTILPMSRA
FRGKHLSFVVRFPNQGRQVDDLEVWSHTNDTIGSVRRCILNRIKANVAHTKIELFVGGELIDPADDRKLIGQLNLKDKSL
ITAKLTQISSNMPSSPDSSSDSSTGSPGNHGNHYSDGPNPEVESCLPGVIMSLHPRYISFLWQVADLGSSLNMPPLRDGA
RVLMKLMPPDSTTIEKLRAICLDHAKLGESSLSPSLDSLFFGPSASQVLYLTEVVYALLMPAGAPLADDSSDFQFHFLKS
GGLPLVLSMLTRNNFLPNADMETRRGAYLNALKIAKLLLTAIGYGHVRAVAEACQPGVEGVNPMTQINQVTHDQAVVLQS
ALQSIPNPSSECMLRNVSVRLAQQISDEASRYMPDICVIRAIQKIIWASGCGSLQLVFSPNEEITKIYEKTNAGNEPDLE
DEQVCCEALEVMTLCFALIPTALDALSKEKAWQTFIIDLLLHCHSKTVRQVAQEQFFLMCTRCCMGHRPLLFFITLLFTV
LGSTARERAKHSGDYFTLLRHLLNYAYNSNINVPNAEVLLNNEIDWLKRIRDDVKRTGETGIEETILEGHLGVTKELLAF
QTSEKKFHIGCEKGGANLIKELIDDFIFPASNVYLQYMRNGELPAEQAIPVCGSPPTINAGFELLVALAVGCVRNLKQIV
DSLTEMYYIGTAITTCEALTEWEYLPPVGPRPPKGFVGLKNAGATCYMNSVIQQLYMIPSIRNGILAIEGTGSDVDDDMS
GDEKQDNESNVDPRDDVFGYPQQFEDKPALSKTEDRKEYNIGVLRHLQVIFGHLAASRLQYYVPRGFWKQFRLWGEPVNL
REQHDALEFFNSLVDSLDEALKALGHPAMLSKVLGGSFADQKICQGCPHRYECEESFTTLNVDIRNHQNLLDSLEQYVKG
DLLEGANAYHCEKCNKKVDTVKRLLIKKLPPVLAIQLKRFDYDWERECAIKFNDYFEFPRELDMEPYTVAGVAKLEGDNV
NPESQLIQQSEQSESETAGSTKYRLVGVLVHSGQASGGHYYSYIIQRNGGDGERNRWYKFDDGDVTECKMDDDEEMKNQC
FGGEYMGEVFDHMMKRMSYRRQKRWWNAYILFYERMDTIDQDDELIRYISELAITTRPHQIIMPSAIERSVRKQNVQFMH
NRMQYSMEYFQFMKKLLTCNGVYLNPPPGQDHLLPEAEEITMISIQLAARFLFTTGFHTKKVVRGSASDWYDALCILLRH
SKNVRFWFAHNVLFNVSNRFSEYLLECPSAEVRGAFAKLIVFIAHFSLQDGPCPSPFASPGPSSQAYDNLSLSDHLLRAV
LNLLRREVSEHGRHLQQYFNLFVMYANLGVAEKTQLLKLSVPATFMLVSLDEGPGPPIKYQYAELGKLYSVVSQLIRCCN
VSSRMQSSINGNPPLPNPFGDPNLSQPIMPIQQNVADILFVRTSYVKKIIEDCSNSEETVKLLRFCCWENPQFSSTVLSE
LLWQVAYSYTYELRPYLDLLLQILLIEDSWQTHRIHNALKGIPDDRDGLFDTIQRSKNHYQKRAYQCIKCMVALFSNCPV
AYQILQGNGDLKRKWTWAVEWLGDELERRPYTGNPQYTYNNWSPPVQSNETSNGYFLERSHSARMTLAKACELCPEEVKK
ATSVQQIEMEESKEPDDQDAPDEHESPPPEDAPLYPHSPGSQYQQNNHVHGQPYTGPAAHHMNNPQRTGQRAQENYEGSE
EVSPPQTKDQ                                                                      
>Hsap_ENSP00000333329                                                           
MEDDSLYLGGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSSEARVDLCDDLAPVARQLAPRKKLPLSSRRPAAVGA
GLQNMGNTCYENASLQCLTYTPPLANYMLSREHSQTCQRPKCCMLCTMQAHITWALHSPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMKKACLPGHKQVDHHSKDTTLIHQIFGGCWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVKQALEQL
VKPEELNGENAYHCGLCLQRAPASKTLTLHTSAKVLILVLKRFSDVTGNKLAKNVQYPECLDMQPYMSQQNTGPLVYVLY
AVLVHAGWSCHDGHYFSYVKAQEGQWYKMDDAKVTACSITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGAEDTD



RRATQGELKRDHPCLQAPELDERLVERATQESTLDHWKFPQEQNKTKPEFNVRKVEGTLPPNVLVIHQSKYKCGMKNHHP
EQQSSLLNLSSTTRTDQESVNTGTLASLQGRTRRSKGKNKHSKRALLVCQ                              
>Hsap_ENSP00000333376                                                           
MRVKDPTKALPEKAKRSKRPTVPHDEDSSDDIAVGLTCQHVSHAISVNHVKRAIAENLWSVCSECLKERRFYDGQLVLTS
DIWLCLKCGFQGCGKNSESQHSLKHFKSSRTEPHCIIINLSTWIIWCYECDEKLSTHCNKKVLAQIVDFLQKHASKTQTS
AFSRIMKLCEEKCETDEIQKGGKCRNLSVRGITNLGNTCFFNAVMQNLAQTYTLTDLMNEIKESSTKLKIFPSSDSQLDP
LVVELSRPGPLTSALFLFLHSMKETEKGPLSPKVLFNQLCQKAPRFKDFQQQDSQELLHYLLDAVRTEETKRIQASILKA
FNNPTTKTADDETRKKVKAYGKEGVKMNFIDRIFIGELTSTVMCEECANISTVKDPFIDISLPIIEERVSKPLLWGRMNK
YRSLRETDHDRYSGNVTIENIHQPRAAKKHSSSKDKSQLIHDRKCIRKLSSGETVTYQKNENLEMNGDSLMFASLMNSES
RLNESPTDDSEKEASHSESNVDADSEPSESESASKQTGLFRSSSGSGVQPDGPLYPLSAGKLLYTKETDSGDKEMAEAIS
ELRLSSTVTGDQDFDRENQPLNISNNLCFLEGKHLRSYSPQNAFQTLSQSYITTSKECSIQSCLYQFTSMELLMGNNKLL
CENCTKNKQKYQEETSFAEKKVEGVYTNARKQLLISAVPAVLILHLKRFHQAGLSLRKVNRHVDFPLMLDLAPFCSATCK
NASVGDKVLYGLYGIVEHSGSMREGHYTAYVKVRTPSRKLSEHNTKKKNVPGLKAADNESAGQWVHVSDTYLQVVPESRA
LSAQAYLLFYERVL                                                                  
>Hsap_ENSP00000334808                                                           
MGKKRTKGKTVPIDDSSETLEPVCRHIRKGLEQGNLKKALVNVEWNICQDCKTDNKVKDKAEEETEEKPSVWLCLKCGHQ
GCGRNSQEQHALKHYLTPRSEPHCLVLSLDNWSVWCYVCDNEVQYCSSNQLGQVVDYVRKQASITTPKPAEKDNGNIELE
NKKLEKESKNEQEREKKENMAKENPPMNSPCQITVKGLSNLGNTCFFNAVMQNLSQTPVLRELLKEVKMSGTIVKIEPPD
LALTEPLEINLEPPGPLTLAMSQFLNEMQETKKGVVTPKELFSQVCKKAVRFKGYQQQDSQELLRYLLDGMRAEEHQRVS
KGILKAFGNSTEKLDEELKNKVKDYEKKKSMPSFVDRIFGGELTSMIMCDQCRTVSLVHESFLDLSLPVLDDQSGKKSVN
DKNLKKTVEDEDQDSEEEKDNDSYIKERSDIPSGTSKHLQKKAKKQAKKQAKNQRRQQKIQGKVLHLNDICTIDHPEDSE
YEAEMSLQGEVNIKSNHISQEGVMHKEYCVNQKDLNGQAKMIESVTDNQKSTEEVDMKNINMDNDLEVLTSSPTRNLNGA
YLTEGSNGEVDISNGFKNLNLNAALHPDEINIEILNDSHTPGTKVYEVVNEDPETAFCTLANREVFNTDECSIQHCLYQF
TRNEKLRDANKLLCEVCTRRQCNGPKANIKGERKHVYTNAKKQMLISLAPPVLTLHLKRFQQAGFNLRKVNKHIKFPEIL
DLAPFCTLKCKNVAEENTRVLYSLYGVVEHSGTMRSGHYTAYAKARTANSHLSNLVLHGDIPQDFEMESKGQWFHISDTH
VQAVPTTKVLNSQAYLLFYERIL                                                         
>Hsap_ENSP00000342812                                                           
MTAITHGSPVGGNDSQGQVLDGQSQHLFQQNQTSSPDSSNENSVATPPPEEQGQGDAPPQHEDEEPAFPHTELANLDDMI
NRPRWVVPVLPKGELEVLLEAAIDLSVKGLDVKSEACQRFFRDGLTISFTKILMDEAVSGWKFEIHRCIINNTHRLVELC
VAKLSQDWFPLLELLAMALNPHCKFHIYNGTRPCELISSNAQLPEDELFARSSDPRSPKGWLVDLINKFGTLNGFQILHD
RFFNGSALNIQIIAALIKPFGQCYEFLSQHTLKKYFIPVIEIVPHLLENLTDEELKKEAKNEAKNDALSMIIKSLKNLAS
RISGQDETIKNLEIFRLKMILRLLQISSFNGKMNALNEINKVISSVSYYTHRHSNPEEEEWLTAERMAEWIQQNNILSIV
LQDSLHQPQYVEKLEKILRFVIKEKALTLQDLDNIWAAQAGKHEAIVKNVHDLLAKLAWDFSPGQLDHLFDCFKASWTNA
SKKQREKLLELIRRLAEDDKDGVMAHKVLNLLWNLAQSDDVPVDIMDLALSAHIKILDYSCSQDRDAQKIQWIDHFIEEL
RTNDKWVIPALKQIREICSLFGEASQNLSQTQRSPHIFYRHDLINQLQQNHALVTLVAENLATYMNSIRLYAGDHEDYDP
QTVRLGSRYSHVQEVQERLNFLRFLLKDGQLWLCAPQAKQIWKCLAENAVYLCDREACFKWYSKLMGDEPDLDPDINKDF
FESNVLQLDPSLLTENGMKCFERFFKAVNCRERKLIAKRRSYMMDDLELIGLDYLWRVVIQSSDEIANRAIDLLKEIYTN
LGPRLKANQVVIHEDFIQSCFDRLKASYDTLCVFDGDKNSINCARQEAIRMVRVLTVIKEYINECDSDYHKERMILPMSR
AFRGKHLSLIVRFPNQGRQVDELDIWSHTNDTIGSVRRCIVNRIKANVAHKKIELFVGGELIDSEDDRKLIGQLNLKDKS
LITAKLTQINFNMPSSPDSSSDSSTASPGNHRNHYNDGPNLEVESCLPGVIMSVHPRYISFLWQVADLGSNLNMPPLRDG
ARVLMKLMPPDRTAVEKLRAVCLDHAKLGEGKLSPPLDSLFFGPSASQVLYLTEVVYALLMPAGVPLTDGSSDFQVHFLK
SGGLPLVLSMLIRNNFLPNTDMETRRGAYLNALKIAKLLLTAIGYGHVRAVAEACQPVVDGTDPITQINQVTHDQAVVLQ
SALQSIPNPSSECVLRNESILLAQEISNEASRYMPDICVIRAIQKIIWASACGALGLVFSPNEEITKIYQMTTNGSNKLE
VEDEQVCCEALEVMTLCFALLPTALDALSKEKAWQTFIIDLLLHCPSKTVRQLAQEQFFLMCTRCCMGHRPLLFFITLLF
TILGSTAREKGKYSGDYFTLLRHLLNYAYNGNINIPNAEVLLVSEIDWLKRIRDNVKNTGETGVEEPILEGHLGVTKELL
AFQTSEKKYHFGCEKGGANLIKELIDDFIFPASKVYLQYLRSGELPAEQAIPVCSSPVTINAGFELLVALAIGCVRNLKQ
IVDCLTEMYYMGTAITTCEALTEWEYLPPVGPRPPKGFVGLKNAGATCYMNSVIQQLYMIPSIRNSILAIEGTGSDLHDD
MFGDEKQDSESNVDPRDDVFGYPHQFEDKPALSKTEDRKEYNIGVLRHLQVIFGHLAASQLQYYVPRGFWKQFRLWGEPV
NLREQHDALEFFNSLVDSLDEALKALGHPAILSKVLGGSFADQKICQGCPHRYECEESFTTLNVDIRNHQNLLDSLEQYI
KGDLLEGANAYHCEKCDKKVDTVKRLLIKKLPRVLAIQLKRFDYDWERECAIKFNDYFEFPRELDMGPYTVAGVANLERD
NVNSENELIEQKEQSDNETAGGTKYRLVGVLVHSGQASGGHYYSYIIQRNGKDDQTDHWYKFDDGDVTECKMDDDEEMKN
QCFGGEYMGEVFDHMMKRMSYRRQKRWWNAYILFYEQMDMIDEDDEMIRYISELTIARPHQIIMSPAIERSVRKQNVKFM
HNRLQYSLEYFQFVKKLLTCNGVYLNPAPGQDYLLPEAEEITMISIQLAARFLFTTGFHTKKIVRGPASDWYDALCVLLR
HSKNVRFWFTHNVLFNVSNRFSEYLLECPSAEVRGAFAKLIVFIAHFSLQDGSCPSPFASPGPSSQACDNLSLSDHLLRA
TLNLLRREVSEHGHHLQQYFNLFVMYANLGVAEKTQLLKLNVPATFMLVSLDEGPGPPIKYQYAELGKLYSVVSQLIRCC
NVSSTMQSSINGNPPLPNPFGDLNLSQPIMPIQQNVLDILFVRTSYVKKIIEDCSNSEDTIKLLRFCSWENPQFSSTVLS
ELLWQVAYSYTYELRPYLDLLFQILLIEDSWQTHRIHNALKGIPDDRDGLFDTIQRSKNHYQKRAYQCIKCMVALFSSCP
VAYQILQGNGDLKRKWTWAVEWLGDELERRPYTGNPQYSYNNWSPPVQSNETANGYFLERSHSARMTLAKACELCPEEEP
DDQDAPDEHEPSPSEDAPLYPHSPASQYQQNNHVHGQPYTGPAAHHLNNPQKTGQRTQENYEGNEEVSSPQMKDQ     
>Hsap_ENSP00000343526                                                           
MPGVIPSESNGLSRGSPSKKNRLSLKFFQKKETKRALDFTDSQENEEKASEYRASEIDQVVPAAQSSPINCEKRENLLPF
VGLNNLGNTCYLNSILQVLYFCPGFKSGVKHLFNIISRKKEALKDEANQKDKGNCKEDSLASYELICSLQSLIISVEQLQ



ASFLLNPEKYTDELATQPRRLLNTLRELNPMYEGYLQHDAQEVLQCILGNIQETCQLLKKEEVKNVAELPTKVEEIPHPK
EEMNGINSIEMDSMRHSEDFKEKLPKGNGKRKSDTEFGNMKKKVKLSKEHQSLEENQRQTRSKRKATSDTLESPPKIIPK
YISENESPRPSQKKSRVKINWLKSATKQPSILSKFCSLGKITTNQGVKGQSKENECDPEEDLGKCESDNTTNGCGLESPG
NTVTPVNVNEVKPINKGEEQIGFELVEKLFQGQLVLRTRCLECESLTERREDFQDISVPVQEDELSKVEESSEISPEPKT
EMKTLRWAISQFASVERIVGEDKYFCENCHHYTEAERSLLFDKMPEVITIHLKCFAASGLEFDCYGGGLSKINTPLLTPL
KLSLEEWSTKPTNDSYGLFAVVMHSGITISSGHYTASVKVTDLNSLELDKGNFVVDQMCEIGKPEPLNEEEARGVVENYN
DEEVSIRVGGNTQPSKVLNKKNVEAIGLLGGQKSKADYELYNKASNPDKVASTAFAENRNSETSDTTGTHESDRNKESSD
QTGINISGFENKISYVVQSLKEYEGKWLLFDDSEVKVTEEKDFLNSLSPSTSPTSTPYLLFYKKL               
>Hsap_ENSP00000345216                                                           
MSWKRNYFSGGRGSVQGMFAPRSSTSIAPSKGLSNEPGQNSCFLNSALQVLWHLDIFRRSFRQLTTHKCMGDSCIFCALK
GIFNQFQCSSEKVLPSDTLRSALAKTFQDEQRFQLGIMDDAAECFENLLMRIHFHIADETKEDICTAQHCISHQKFAMTL
FEQCVCTSCGATSDPLPFIQMVHYISTTSLCNQAICMLERREKPSPSMFGELLQNASTMGDLRNCPSNCGERIRIRRVLM
NAPQIITIGLVWDSDHSDLAEDVIHSLGTCLKLGDLFFRVTDDRAKQSELYLVGMICYYGKHYSTFFFQTKIRKWMYFDD
AHVKEIGPKWKDVVTKCIKGHYQPLLLLYADPQGTPVSTQDLPPQAEFQSYSRTCYDSEDSGREPSISSDTRTDSSTESY
PYKHSHHESVVSHFSSDSQGTVIYNVENDSMSQSSRDTGHLTDSECNQKHTSKKGSLIERKRSSGRVRRKGDEPQASGYH
SEGETLKEKQAPRNASKPSSSTNRLRDFKETVSNMIHNRPSLASQTNVGSHCRGRGGDQPDKKPPRTLPLHSRDWEIEST
SSESKSSSSSKYRPTWRPKRESLNIDSIFSKDKRKHCGYTQLSPFSEDSAKEFIPDEPSKPPSYDIKFGGPSPQYKRWGP
ARPGSHLLEQHPRLIQRMESGYESSERNSSSPVSLDAALPESSNVYRDPSAKRSAGLVPSWRHIPKSHSSSILEVDSTAS
MGGWTKSQPFSGEEISSKSELDELQEEVARRAQEQELRRKREKELEAAKGFNPHPSRFMDLDELQNQGRSDGFERSLQEA
ESVFEESLHLEQKGDCAAALALCNEAISKLRLALHGASCSTHSRALVDKKLQISIRKARSLQDRMQQQQSPQQPSQPSAC
LPTQAGTLSQPTSEQPIPLQVLLSQEAQLESGMDTEFGASSFFHSPASCHESHSSLSPESSAPQHSSPSRSALKLLTSVE
VDNIEPSAFHRQGLPKAPGWTEKNSHHSWEPLDAPEGKLQGSRCDNSSCSKLPPQEGRGIAQEQLFQEKKDPANPSPVMP
GIATSERGDEHSLGCSPSNSSAQPSLPLYRTCHPIMPVASSFVLHCPDPVQKTNQCLQGQSLKTSLTLKVDRGSEETYRP
EFPSTKGLVRSLAEQFQRMQGVSMRDSTGFKDRSLSGSLRKNSSPSDSKPPFSQGQEKGHWPWAKQQSSLEGGDRPLSWE
ESTEHSSLALNSGLPNGETSSGGQPRLAEPDIYQEKLSQVRDVRSKDLGSSTDLGTSLPLDSWVNITRFCDSQLKHGAPR
PGMKSSPHDSHTCVTYPERNHILLHPHWNQDTEQETSELESLYQASLQASQAGCSGWGQQDTAWHPLSQTGSADGMGRRL
HSAHDPGLSKTSTAEMEHGLHEARTVRTSQATPCRGLSRECGEDEQYSAENLRRISRSLSGTVVSEREEAPVSSHSFDSS
NVRKPLETGHRCSSSSSLPVIHDPSVFLLGPQLYLPQPQFLSPDVLMPTMAGEPNRLPGTSRSVQQFLAMCDRGETSQGA
KYTGRTLNYQSLPHRSRTDNSWAPWSETNQHIGTRFLTTPGCNPQLTYTATLPERSKGLQVPHTQSWSDLFHSPSHPPIV
HPVYPPSSSLHVPLRSAWNSDPVPGSRTPGPRRVDMPPDDDWRQSSYASHSGHRRTVGEGFLFVLSDAPRREQIRARVLQ
HSQW                                                                            
>Hsap_ENSP00000350009                                                           
MTGSNSHITILTLKVLPHFESLGKQEKIPNKMSAFRNHCPHLDSVGEITKEDLIQKSLGTCQDCKVQGPNLWACLENRCS
YVGCGESQVDHSTIHSQETKHYLTVNLTTLRVWCYACSKEVFLDRKLGTQPSLPHVRQPHQIQENSVQDFKIPSNTTLKT
PLVAVFDDLDIEADEEDELRARGLTGLKNIGNTCYMNAALQALSNCPPLTQFFLDCGGLARTDKKPAICKSYLKLMTELW
HKSRPGSVVPTTLFQGIKTVNPTFRGYSQQDAQEFLRCLMDLLHEELKEQVMEVEEDPQTITTEETMEEDKSQSDVDFQS
CESCSNSDRAENENGSRCFSEDNNETTMLIQDDENNSEMSKDWQKEKMCNKINKVNSEGEFDKDRDSISETVDLNNQETV
KVQIHSRASEYITDVHSNDLSTPQILPSNEGVNPRLSASPPKSGNLWPGLAPPHKKAQSASPKRKKQHKKYRSVISDIFD
GTIISSVQCLTCDRVSVTLETFQDLSLPIPGKEDLAKLHSSSHPTSIVKAGSCGEAYAPQGWIAFFMEYVKRFVVSCVPS
WFWGPVVTLQDCLAAFFARDELKGDNMYSCEKCKKLRNGVKFCKVQNFPEILCIHLKRFRHELMFSTKISTHVSFPLEGL
DLQPFLAKDSPAQIVTYDLLSVICHHGTASSGHYIAYCRNNLNNLWYEFDDQSVTEVSESTVQNAEAYVLFYRKSSEEAQ
KERRRISNLLNIMEPSLLQFYISRQWLNKFKTFAEPGPISNNDFLCIHGGVPPRKAGYIEDLVLMLPQNIWDNLYSRYGG
GPAVNHLYICHTCQIEAEKIEKRRKTELEIFIRLNRAFQKEDSPATFYCISMQWFREWESFVKGKDGDPPGPIDNTKIAV
TKCGNVMLRQGADSGQISEETWNFLQSIYGGGPEVILRPPVVHVDPDILQAEEKIEVETRSL                  
>Hsap_ENSP00000359869                                                           
MAALFLRGFVQIGNCKTGISKSKEAFIEAVERKKKDRLVLYFKSGKYSTFRLSDNIQNVVLKSYRGNQNHLHLTLQNNNG
LFIEGLSSTDAEQLKIFLDRVHQNEVQPPVRPGKGGSVFSSTTQKEINKTSFHKVDEKSSSKSFEIAKGSGTGVLQRMPL
LTSKLTLTCGELSENQHKKRKRMLSSSSEMNEEFLKENNSVEYKKSKADCSRCVSYNREKQLKLKELEENKKLECESSCI
MNATGNPYLDDIGLLQALTEKMVLVFLLQQGYSDGYTKWDKLKLFFELFPEKICHGLPNLGNTCYMNAVLQSLLSIPSFA
DDLLNQSFPWGKIPLNALTMCLARLLFFKDTYNIEIKEMLLLNLKKAISAAAEIFHGNAQNDAHEFLAHCLDQLKDNMEK
LNTIWKPKSEFGEDNFPKQVFADDPDTSGFSCPVITNFELELLHSIACKACGQVILKTELNNYLSINLPQRIKAHPSSIQ
STFDLFFGAEELEYKCAKCEHKTSVGVHSFSRLPRILIVHLKRYSLNEFCALKKNDQEVIISKYLKVSSHCNEGTRPPLP
LSEDGEITDFQLLKVIRKMTSGNISVSWPATKESKDILAPHIGSDKESEQKKGQTVFKGASRRQQQKYLGKNSKPNELES
VYSGDRAFIEKEPLAHLMTYLEDTSLCQFHKAGGKPASSPGTPLSKVDFQTVPENPKRKKYVKTSKFVAFDRIINPTKDL
YEDKNIRIPERFQKVSEQTQQCDGMRICEQAPQQALPQSFPKPGTQGHTKNLLRPTKLNLQKSNRNSLLALGSNKNPRNK
DILDKIKSKAKETKRNDDKGDHTYRLISVVSHLGKTLKSGHYICDAYDFEKQIWFTYDDMRVLGIQEAQMQEDRRCTGYI
FFYMHNEIFEEMLKREENAQLNSKEVEETLQKE                                               
>Hsap_ENSP00000362100                                                           
MDRCKHVGRLRLAQDHSILNPQKWCCLECATTESVWACLKCSHVACGRYIEDHALKHFEETGHPLAMEVRDLYVFCYLCK
DYVLNDNPEGDLKLLRSSLLAVRGQKQDTPVRRGRTLRSMASGEDVVLPQRAPQGQPQMLTALWYRRQRLLARTLRLWFE
KSSRGQAKLEQRRQEEALERKKEEARRRRREVKRRLLEELASTPPRKSARLLLHTPRDAGPAASRPAALPTSRRVPAATL
KLRRQPAMAPGVTGLRNLGNTCYMNSILQVLSHLQKFRECFLNLDPSKTEHLFPKATNGKTQLSGKPTNSSATELSLRND



RAEACEREGFCWNGRASISRSLELIQNKEPSSKHISLCRELHTLFRVMWSGKWALVSPFAMLHSVWSLIPAFRGYDQQDA
QEFLCELLHKVQQELESEGTTRRILIPFSQRKLTKQVLKVVNTIFHGQLLSQVTCISCNYKSNTIEPFWDLSLEFPERYH
CIEKGFVPLNQTECLLTEMLAKFTETEALEGRIYACDQCNSKRRKSNPKPLVLSEARKQLMIYRLPQVLRLHLKRFRWSG
RNHREKIGVHVVFDQVLTMEPYCCRDMLSSLDKETFAYDLSAVVMHHGKGFGSGHYTAYCYNTEGGFWVHCNDSKLNVCS
VEEVCKTQAYILFYTQRTVQGNARISETHLQAQVQSSNNDEGRPQTFS                                
>Hsap_ENSP00000369681                                                           
MECPHLSSSVCIAPDSAKFPNGSPSSWCCSVCRSNKSPWVCLTCSSVHCGRYVNGHAKKHYEDAQVPLTNHKKSEKQDKV
QHTVCMDCSSYSTYCYRCDDFVVNDTKLGLVQKVREHLQNLENSAFTADRHKKRKLLENSTLNSKLLKVNGSTTAICATG
LRNLGNTCFMNAILQSLSNIEQFCCYFKELPAVELRNGKTAGRRTYHTRSQGDNNVSLVEEFRKTLCALWQGSQTAFSPE
SLFYVVWKIMPNFRGYQQQDAHEFMRYLLDHLHLELQGGFNGVSRSAILQENSTLSASNKCCINGASTVVTAIFGGILQN
EVNCLICGTESRKFDPFLDLSLDIPSQFRSKRSKNQENGPVCSLRDCLRSFTDLEELDETELYMCHKCKKKQKSTKKFWI
QKLPKVLCLHLKRFHWTAYLRNKVDTYVEFPLRGLDMKCYLLEPENSGPESCLYDLAAVVVHHGSGVGSGHYTAYATHEG
RWFHFNDSTVTLTDEETVVKAKAYILFYVEHQAKAGSDKL                                        
>Hsap_ENSP00000371310                                                           
CSHSDVGERTSPIPQQRPLQSHAEMAGNHRLGLEAGDTDDPPRITQNPVINGNVALSDGHNTAEEDMEDDTSWRSEATFQ
FTVERFSRLSESVLSPPCFVRNLPWKIMVMPRFYPDRPHQKSVGFFLQCNAESDSTSWSCHAQAVLKIINYRDDEKSFSR
RISHLFFHKENDWGFSNFMAWSEVTDPEKGFIDDDKVTFEVFVQADAPHGVAWDSKKHTGYVGLKNQGATCYMNSLLQTL
FFTNQLRKAVYMMPTEGDDSSKSVPLALQRVFYELQHSDKPVGTKKLTKSFGWETLDSFMQHDVQELCRVLLDNVENKMK
GTCVEGTIPKLFRGKMVSYIQCKEVDYRSDRREDYYDIQLSIKGKKNIFESFVDYVAVEQLDGDNKYDAGEHGLQEAEKG
VKFLTLPPVLHLQLMRFMYDPQTDQNIKINDRFEFPEQLPLDEFLQKTDPKDPANYILHAVLVHSGDNHGGHYVVYLNPK
GDGKWCKFDDDVVSRCTKEEAIEHNYGGHDDDLSVRHCTNAYMLVYIRESKLSEVLQAVTDHDIPQQLVERLQEEKRIEA
QKRKERQEAHLYMQVQIVAEDQFCGHQGNDMYDEEKVKYTVFKVLKNSSLAEFVQSLSQTMGFPQDQIRLWPMQARSNGT
KRPAMLDNEADGNKTMIELSDNENPWTIFLETVDPELAASGATLPKFDKDHDVMLFLKMYDPKTRSLNYCGHIYTPISCK
IRDLLPVMCDRAGFIQDTSLILYEEVKPNLTERIQDYDVSLDKALDELMDGDIIVFQKDDPENDNSELPTAKEYFRDLYH
RVDVIFCDKTIPNDPGFVVTLSNRMNYFQVAKTVAQRLNTDPMLLQFFKSQGYRDGPGNPLRHNYEGTLRDLLQFFKPRQ
PKKLYYQQLKMKITDFENRRSFKCIWLNSQFREEEITLYPDKHGCVRDLLEECKKAVELGEKASGKLRLLEIVSYKIIGV
HQEDELLECLSPATSRTFRIEEIPLDQVDIDKENEMLVTVAHFHKEVFGTFGIPFLLRIHQGEHFREVMKRIQSLLDIQE
KEFEKFKFAIVMMGRHQYINEDEYEVNLKDFEPQPGNMSHPRPWLGLDHFNKAPKRSRYTYLEKAIKIHN          
>Hsap_ENSP00000381577                                                           
MCENCADLVEVLNEISDVEGGDGLQLRKEHTLKIFTYINSWTQRQCLCCFKEYKHLEIFNQVVCALINLVIAQVQVLRDQ
LCKHCTTINIDSTWQDESNQAEEPLNIDRECNEGSTERQKSIEKKSNSTRICNLTEEESSKSSDPFSLWSTDEKEKLLLC
VAKIFQIQFPLYTAYKHNTHPTIEDISTQESNILGAFCDMNDVEVPLHLLRYVCLFCGKNGLSLMKDCFEYGTPETLPFL
IAHAFITVVSNIRIWLHIPAVMQHIIPFRTYVIRYLCKLSDQELRQSAARNMADLMWSTVKEPLDTTLCFDKESLDLAFK
YFMSPTLTMRLAGLSQITNQLHTFNDVCNNESLVSDTETSIAKELADWLISNNVVEHIFGPNLHIEIIKQCQVILNFLAA
EGRLSTQHIDCIWAAAQLKHCSRYIHDLFPSLIKNLDPVPLRHLLNLVSALEPSVHTEQTLYLASMLIKALWNNALAAKA
QLSKQSSFASLLNTNIPIGNKKEEEELRRTAPSPWSPAASPQSSDNSDTHQSGGSDIEMDEQLINRTKHVQQRLSDTEES
MQGSSDETANSGEDGSSGPGSSSGHSDGSSNEVNSSHASQSAGSPGSEVQSEDIADIEALKEEDEDDDHGHNPPKSSCGT
DLRNRKLESQAGICLGDSQGMSERNGTSSGTGKDLVFNTESLPSVDNRMRMLDACSHSEDPEHDISGEMNATHIAQGSQE
SCITRTGDFLGETIGNELFNCRQFIGPQHHHHHHHHHHHHDGHMVDDMLSADDVSCSSSQVSAKSEKNMADFDGEESGCE
EELVQINSHAELTSHLQQHLPNLASIYHEHLSQGPVVHKHQFNSNAVTDINLDNVCKKGNTLLWDIVQDEDAVNLSEGLI
NEAEKLLCSLVCWFTDRQIRMRFIEGCLENLGNNRSVVISLRLLPKLFGTFQQFGSSYDTHWITMWAEKELNMMKLFFDN
LVYYIQTVREGRQKHALYSHSAEVQVRLQFLTCVFSTLGSPDHFRLSLEQVDILWHCLVEDSECYDDALHWFLNQVRSKD
QHAMGMETYKHLFLEKMPQLKPETISMTGLNLFQHLCNLARLATSAYDGCSNSELCGMDQFWGIALRAQSGDVSRAAIQY
INSYYINGKTGLEKEQEFISKCMESLMIASSSLEQESHSSLMVIERGLLMLKTHLEAFRRRFAYHLRQWQIEGTGISSHL
KALSDKQSLPLRVVCQPAGLPDKMTIEMYPSDQVADLRAEVTHWYENLQKEQINQQAQLQEFGQSNRKGEFPGGLMGPVR
MISSGHELTTDYDEKALHELGFKDMQMVFVSLGAPRRERKGEGVQLPASCLPPPQKDNIPMLLLLQEPHLTTLFDLLEML
ASFKPPSGKVAVDDSESLRCEELHLHAENLSRRVWELLMLLPTCPNMLMAFQNISDEQSNDGFNWKELLKIKSAHKLLYA
LEIIEALGKPNRRIRRESTGSYSDLYPDSDDSSEDQVENSKNSWSCKFVAAGGLQQLLEIFNSGILEPKEQESWTVWQLD
CLACLLKLICQFAVDPSDLDLAYHDVFAWSGIAESHRKRTWPGKSRKAAGDHAKGLHIPRLTEVFLVLVQGTSLIQRLMS
VAYTYDNLAPRVLKAQSDHRSRHEVSHYSMWLLVSWAHCCSLVKSSLADSDHLQDWLKKLTLLIPETAVRHESCSGLYKL
SLSGLDGGDSINRSFLLLAASTLLKFLPDAQALKPIRIDDYEEEPILKPGCKEYFWLLCKLVDNIHIKDASQTTLLDLDA
LARHLADCIRSREILDHQDGNVEDDGLTGLLRLATSVVKHKPPFKFSREGQEFLRDIFNLLFLLPSLKDRQQPKCKSHSS
RAAAYDLLVEMVKGSVENYRLIHNWVMAQHMQSHAPYKWDYWPHEDVRAECRFVGLTNLGATCYLASTIQQLYMIPEARQ
AVFTAKYSEDMKHKTTLLELQKMFTYLMESECKAYNPRPFCKTYTMDKQPLNTGEQKDMTEFFTDLITKIEEMSPELKNT
VKSLFGGVITNNVVSLDCEHVSQTAEEFYTVRCQVADMKNIYESLDEVTIKDTLEGDNMYTCSHCGKKVRAEKRACFKKL
PRILSFNTMRYTFNMVTMMKEKVNTHFSFPLRLDMTPYTEDFLMGKSERKEGFKEVSDHSKDSESYEYDLIGVTVHTGTA
DGGHYYSFIRDIVNPHAYKNNKWYLFNDAEVKPFDSAQLASECFGGEMTTKTYDSVTDKFMDFSFEKTHSAYMLFYKRME
PEEENGREYKFDVSSELLEWIWHDNMQFLQDKNIFEHTYFGFMWQLCSCIPSTLPDPKAVSLMTAKLSTSFVLETFIHSK
EKPTMLQWIELLTKQFNNSQAACEWFLDRMADDDWWPMQILIKCPNQIVRQMFQRLCIHVIQRLRPVHAHLYLQPGMEDG
SDDMDTSVEDIGGRSCVTRFVRTLLLIMEHGVKPHSKHLTEYFAFLYEFAKMGEEESQFLLSLQAISTMVHFYMGTKGPE
NPQVEVLSEEEGEEEEEEEDILSLAEEKYRPAALEKMIALVALLVEQSRSERHLTLSQTDMAALTGGKGFPFLFQHIRDG
INIRQTCNLIFSLCRYNNRLAEHIVSMLFTSIAKLTPEAANPFFKLLTMLMEFAGGPPGMPPFASYILQRIWEVIEYNPS



QCLDWLAVQTPRNKLAHSWVLQNMENWVERFLLAHNYPRVRTSAAYLLVSLIPSNSFRQMFRSTRSLHIPTRDLPLSPDT
TVVLHQVYNVLLGLLSRAKLYVDAAVHGTTKLVPYFSFMTYCLISKTEKLMFSTYFMDLWNLFQPKLSEPAIATNHNKQA
LLSFWYNVCADCPENIRLIVQNPVVTKNIAFNYILADHDDQDVVLFNRGMLPAYYGILRLCCEQSPAFTRQLASHQNIQW
AFKNLTPHASQYPGAVEELFNLMQLFIAQRPDMREEELEDIKQFKKTTISCYLRCLDGRSCWTTLISAFRILLESDEDRL
LVVFNRGLILMTESFNTLHMMYHEATACHVTGDLVELLSIFLSVLKSTRPYLQRKDVKQALIQWQERIEFAHKLLTLLNS
YSPPELRNACIDVLKELVLLSPHDFLHTLVPFLQHNHCTYHHSNIPMSLGPYFPCRENIKLIGGKSNIRPPRPELNMCLL
PTMVETSKGKDDVYDRMLLDYFFSYHQFIHLLCRVAINCEKFTETLVKLSVLVAYEGLPLHLALFPKLWTELCQTQSAMS
KNCIKLLCEDPVFAEYIKCILMDERTFLNNNIVYTFMTHFLLKVQSQVFSEANCANLISTLITNLISQYQNLQSDFSNRV
EISKASASLNGDLRALALLLSVHTPKQLNPALIPTLQELLSKCRTCLQQRNSLQEQEAKERKTKDDEGATPIKRRRVSSD
EEHTVDSCISDMKTETREVLTPTSTSDNETRDSSIIDPGTEQDLPSPENSSVKEYRMEVPSSFSEDMSNIRSQHAEEQSN
NGRYDDCKEFKDLHCSKDSTLAEEESEFPSTSISAVLSDLADLRSCDGQALPSQDPEVALSLSCGHSRGLFSHMQQHDIL
DTLCRTIESTIHVVTRISGKGNQAAS                                                      
>Hsap_ENSP00000382382                                                           
MVPGEENQLVPKEDVFWRCRQNIFDEMKKKFLQIENAAEEPRVLCIIQDTTNSKTVNERITLNLPASTPVRKLFEDVANK
VGYINGTFDLVWGNGINTADMAPLDHTSDKSLLDANFEPGKKNFLHLTDKDGEQPQILLEDSSAGEDSVHDRFIGPLPRE
GSGGSTSDYVSQSYSYSSILNKSETGYVGLVNQAMTCYLNSLLQTLFMTPEFRNALYKWEFEESEEDPVTSIPYQLQRLF
VLLQTSKKRAIETTDVTRSFGWDSSEAWQQHDVQELCRVMFDALEQKWKQTEQADLINELYQGKLKDYVRCLECGYEGWR
IDTYLDIPLVIRPYGSSQAFASVEEALHAFIQPEILDGPNQYFCERCKKKCDARKGLRFLHFPYLLTLQLKRFDFDYTTM
HRIKLNDRMTFPEELDMSTFIDVEDEKSPQTESCTDSGAENEGSCHSDQMSNDFSNDDGVDEGICLETNSGTEKISKSGL
EKNSLIYELFSVMVHSGSAAGGHYYACIKSFSDEQWYSFNDQHVSRITQEDIKKTHGGSSGSRGYYSSAFASSTNAYMLI
YRLKDPARNAKFLEVDEYPEHIKNLVQKERELEEQEKRQREIERNTCKIKLFCLHPTKQVMMENKLEVHKDKTLKEAVEM
AYKMMDLEEVIPLDCCRLVKYDEFHDYLERSYEGEEDTPMGLLLGGVKSTYMFDLLLETRKPDQVFQSYKPGEVMVKVHV
VDLKAESVAAPITVRAYLNQTVTEFKQLISKAIHLPAETMRIVLERCYNDLRLLSVSSKTLKAEGFFRSNKVFVESSETL
DYQMAFADSHLWKLLDRHANTIRLFVLLPEQSPVSYSKRTAYQKAGGDSGNVDDDCERVKGPVGSLKSVEAILEESTEKL
KSLSLQQQQDGDNGDSSKSTETSDFENIESPLNERDSSASVDNRELEQHIQTSDPENFQSEERSDSDVNNDRSTSSVDSD
ILSSSHSSDTLCNADNAQIPLANGLDSHSITSSRRTKANEGKKETWDTAEEDSGTDSEYDESGKSRGEMQYMYFKAEPYA
ADEGSGEGHKWLMVHVDKRITLAAFKQHLEPFVGVLSSHFKVFRVYASNQEFESVRLNETLSSFSDDNKITIRLGRALKK
GEYRVKVYQLLVNEQEPCKFLLDAVFAKGMTVRQSKEELIPQLREQCGLELSIDRFRLRKKTWKNPGTVFLDYHIYEEDI
NISSNWEVFLEVLDGVEKMKSMSQLAVLSRRWKPSEMKLDPFQEVVLESSSVDELREKLSEISGIPLDDIEFAKGRGTFP
CDISVLDIHQDLDWNPKVSTLNVWPLYICDDGAVIFYRDKTEELMELTDEQRNELMKKESSRLQKTGHRVTYSPRKEKAL
KIYLDGAPNKDLTQD                                                                 
>Hsap_ENSP00000383044                                                           
MTVEQNVLQQSAAQKHQQTFLNQLREITGINDTQILQQALKDSNGNLELAVAFLTAKNAKTPQQEETTYYQTALPGNDRY
ISVGSQADTNVIDLTGDDKDDLQRAIALSLAESNRAFRETGITDEEQAISRVLEASIAENKACLKRTPTEVWRDSRNPYD
RKRQDKAPVGLKNVGNTCWFSAVIQSLFNLLEFRRLVLNYKPPSNAQDLPRNQKEHRNLPFMRELRYLFALLVGTKRKYV
DPSRAVEILKDAFKSNDSQQQDVSEFTHKLLDWLEDAFQMKAEEETDEEKPKNPMVELFYGRFLAVGVLEGKKFENTEMF
GQYPLQVNGFKDLHECLEAAMIEGEIESLHSENSGKSGQEHWFTELPPVLTFELSRFEFNQALGRPEKIHNKLEFPQVLY
LDRYMHRNREITRIKREEIKRLKDYLTVLQQRLERYLSYGSGPKRFPLVDVLQYALEFASSKPVCTSPVDDIDASSPPSG
SIPSQTLPSTTEQQGALSSELPSTSPSSVAAISSRSVIHKPFTQSRIPPDLPMHPAPRHITEEELSVLESCLHRWRTEIE
NDTRDLQESISRIHRTIELMYSDKSMIQVPYRLHAVLVHEGQANAGHYWAYIFDHRESRWMKYNDIAVTKSSWEELVRDS
FGGYRNASAYCLMYINDKAQFLIQEEFNKETGQPLVGIETLPPDLRDFVEEDNQRFEKELEEWDAQLAQKALQEKLLASQ
KLRESETSVTTAQAAGDPEYLEQPSRSDFSKHLKEETIQIITKASHEHEDKSPETVLQSKPENTTSQPLSNQRVVEVAIP
HVGKFMIESKEGGYDDEIMMTPNMQGIIMAIGKSRSVYDRCGPEAGFFKAIKLEYARLVKLAQEDTPPETDYRLHHVVVY
FIQNQAPKKIIEKTLLEQFGDRNLSFDERCHNIMKVAQAKLEMIKPEEVNLEEYEEWHQDYRKFRETTMYLIIGLENFQR
ESYIDSLLFLICAYQNNKELLSKGLYRGHDEELISHYRRECLLKLNEQAAELFESGEDREVNNGLIIMNEFIVPFLPLLL
VDEMEEKDILAVEDMRNRWCSYLGQEMEPHLQEKLTDFLPKLLDCSMEIKSFHEPPKLPSYSTHELCERFARIMLSLSRT
PADGR                                                                           
>Hsap_ENSP00000388652                                                           
AAAARGRCLPCSLPSAIAQPHLCPASALCSRRPGLGQPGQPPSSPHAALASSSPPSPPPPARGRALPPMVSRPEPEGEAM
DAELAVAPPGCSHLGSFKVDNWKQNLRAIYQCFVWSGTAEARKRKAKSCICHVCGVHLNRLHSCLYCVFFGCFTKKHIHE
HAKAKRHNLAIDLMYGGIYCFLCQDYIYDKDMEIIAKEEQRKAWKMQGVGEKFSTWEPTKRELELLKHNPKRRKITSNCT
IGLRGLINLGNTCFMNCIVQALTHTPLLRDFFLSDRHRCEMQSPSSCLVCEMSSLFQEFYSGHRSPHIPYKLLHLVWTHA
RHLAGYEQQDAHEFLIAALDVLHRHCKGDDNGKKANNPNHCNCIIDQIFTGGLQSDVTCQVCHGVSTTIDPFWDISLDLP
GSSTPFWPLSPGSEGNVVNGESHVSGTTTLTDCLRRFTRPEHLGSSAKIKCSGCHSYQESTKQLTMKKLPIVACFHLKRF
EHSAKLRRKITTYVSFPLELDMTPFMASSKESRMNGQYQQPTDSLNNDNKYSLFAVVNHQGTLESGHYTSFIRQHKDQWF
KCDDAIITKASIKDVLDSEGYLLFYHKQFLEYE                                               
>Hsap_ENSP00000389443                                                           
MEEDSLYLGGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKLPLSNRRPAAVGA
GLQNMGNTCYVNASLQCLTYTPPLANYMLSREHSQTCHRHKGCMLCTMQAHITRALHNPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMKKACLPGHKQVDHHSKDTTLIHQIFGGYWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVQQALEQL
VKPEELNGENAYHCGVCLQRAPASKMLTLLTSAKVLILVLKRFSDVTGNKIAKNVQYPECLDMQPYMSQPNTGPLVYVLY
AVLVHAGWSCHNGHYFSYVKAQEGQWYKMDDAEVTASSITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGAEDTD



RRATQGELKRDHPCLQAPELDEHLVERATQESTLDHWKFLQEQNKTKPEFNVRKVEGTLPPDVLVIHQSKYKCGMKNHHP
EQQSSLLKLSSTTPTHQESMNTGTLASLRGRARRSKGKNKHSKRALLVCQ                              
>Hsap_ENSP00000390759                                                           
MEDDSLYLGGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKLPLSSRRPAAVGA
GLQNMGNTCYVNASLQCLTYTPPLANYMLSREHSQTCHRHKGCMLCTMQAHITRALHNPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMKKACLPGHKQVDHPSKDTTLIHQIFGGYWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVQQALEQL
VKPEELNGENAYHCGVCLQRAPASKTLTLHTSAKVLILVLKRFSDVTGNKIAKNVQYPECLDMQPYMSQQNTGPLVYVLY
AVLVHAGWSCHNGHYFSYVKAQEGQWYKMDDAEVTAASITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGAEDTD
RRATQGELKRDHPCLQAPELDEHLVERATQESTLDRWKFLQEQNKTKPEFNVRKVEGTLPPDVLVIHQSKYKCGMKNHHP
EQQSSLLNLSSSTPTHQESMNTGTLASLRGRARRSKGKNKHSKRALLVCQ                              
>Hsap_ENSP00000400880                                                           
MEDDSLYLGGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKLPLSSRRPAAVGA
GLQNMGNTCYVNASLQCLTYTPPLANYMLSREHSQTCHRHKGCMLCTMQAHITRALHNPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMKKACLPGHKQVDHHSKDTTLIHQIFGGYWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVQQALEQL
VKPEELNGENAYHCGVCLQRAPASKTLTLHTSAKVLILVLKRFSDVTGNKIAKNVQYPECLDMQPYMSQTNTGPLVYVLY
AVLVHAGWSCHNGHYFSYVKAQEGQWYKMDDAEVTASSITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGAEDTD
RRATQGELKRDHPCLQAPELDEHLVERATQESTLDHWKFLQEQNKTKPEFNVRKVEGTLPPDVLVIHQSKYKCGMKNHHP
EQQSSLLNLSSTTPTHQESMNTGTLASLRGRARRSKGKNKHSKRALLVCQ                              
>Hsap_ENSP00000401197                                                           
MSGGASATGPRRGPPGLEDTTSKKKQKDRANQESKDGDPRKETGSRYVAQAGLEPLASGDPSASASHAAGITGSRHRTRL
FFPSSSGSASTPQEEQTKEGACEDPHDLLATPTPELLLDWRQSAEEVIVKLRVGVGPLQLEDVDAAFTDTDCVVRFAGGQ
QWGGVFYAEIKSSCAKVQTRKGSLLHLTLPKKVPMLTWPSLLKKPLGTQELVPGLRCQENGQELSPIALEPGPEPHRAKQ
EARNQKRAQGRGEVGAGAGPGAQAGPSAKRAVHLCRGPEGDGSRDDPGPRGDAPPFVADPATQVEADEQLCIPPLNSQTC
LLGSEENLAPLAGEKAVPPGNDPVSPAMVRSRNPGKDDCAKEEMAVAADAATLVDEPESMVNLAFVKNDSYEKGPDSVVV
HVYVKEICRDTSRVLFREQDFTLIFQTRDGNFLRLHPGCGPHTTFRWQVKLRNLIEPEQCTFCFTASRIDICLRKRQSQR
WGGLEAPAARVGGAKVAVPTGPTPLDSTPPGGAPHPLTGQEEARAVEKDKSKARSEDTGLDSVATRTPMEHVTPKPETHL
ASPKPTCMVPPMPHSPVSGDSVEEEEEEEKKVCLPGFTGLVNLGNTCFMNSVIQSLSNTRELRDFFHDRSFEAEINYNNP
LGTGGRLAIGFAVLLRALWKGTHHAFQPSKLKAIVASKASQFTGYAQHDAQEFMAFLLDGLHEDLNRIQNKPYTETVDSD
GRPDEVVAEEAWQRHKMRNDSFIVDLFQGQYKSKLVCPVCAKVSITFDPFLYLPVPLPQKQKVLPVFYFAREPHSKPIKF
LVSVSKENSTASEVLDSLSQSVHVKPENLRLAEVIKNRFHRVFLPSHSLDTVSPSDTLLCFELLSSELAKERVVVLEVQQ
RPQVPSVPISKCAACQRKQQSEDEKLKRCTRCYRVGYCNQLCQKTHWPDHKGLCRPENIGYPFLVSVPASRLTYARLAQL
LEGYARYSVSVFQPPFQPGRMALESQSPGCTTLLSTGSLEAGDSERDPIQPPELQLVTPMAEGDTGLPRVWAAPDRGPVP
STSGISSEMLASGPIEVGSLPAGERVSRPEAAVPGYQHPSEAMNAHTPQFFIYKIDSSNREQRLEDKGDTPLELGDDCSL
ALVWRNNERLQEFVLVASKELECAEDPGSAGEAARAGHFTLDQCLNLFTRPEVLAPEEAWYCPQCKQHREASKQLLLWRL
PNVLIVQLKRFSFRSFIWRDKINDLVEFPVRNLDLSKFCIGQKEEQLPSYDLYAVINHYGGMIGGHYTACARLPNDRSSQ
RSDVGWRLFDDSTVTTVDESQVVTRYAYVLFYRRRNSPVERPPRAGHSEHHPDLGPAAEAAASQASRIWQELEAEEEPVP
EGSGPLGPWGPQDWVGPLPRGPTTPDEGCLRYFVLGTVAALVALVLNVFYPLVSQSRWR                     
>Hsap_ENSP00000401721                                                           
MNFEGLDPGLAEYAPAMHSALDPVLDAHLNPSLLQNVELDPEGVALEALPVQESVHIMEGVYSELHSVVAEVGVPVSVSH
FDLHEEMLWVGSHGGHATSFFGPALERYSSFQVNGSDDIRQIQSLENGILFLTKNNLKYMARGGLIIFDYLLDENEDMHS
LLLTDSSTLLVGGLQNHIIEIDLNTVQETQKYAVETPGVTIMRQTNRFFFCGHTSGKVSLRDLRTFKVEHEFDAFSGSLS
DFDVHGNLLAACGFSSRLTGLACDRFLKVYDLRMMRAITPLQVHVDPAFLRFIPTYTSRLAIISQSGQCQFCEPTGLANP
ADIFHVNPVGPLLMTFDVSASKQALAFGDSEGCVHLWTDSPEPSFNPYSRETEFALPCLVDSLPPLDWSQDLLPLSLIPV
PLTTDTLLSDWPAANSAPAPRRAPPVDAEILRTMKKVGFIGYAPNPRTRLRNQIPYRLKESDSEFDSFSQVTESPVGREE
EPHLHMVSKKYRKVTIKYSKLGLEDFDFKHYNKTLFAGLEPHIPNAYCNCMIQVLYFLEPVRCLIQNHLCQKEFCLACEL
GFLFHMLDLSRGDPCQGNNFLRAFRTIPEASALGLILADSDEASGKGNLARLIQRWNRFILTQLHQDMQELEIPQAYRGA
GGSSFCSSGDSVIGQLFSCEMENCSLCRCGSETVRASSTLLFTLSYPDGSKSDKTGKNYDFAQVLKRSICLDQNTQAWCD
TCEKYQPTIQTRNIRHLPDILVINCEVNSSKEADFWRMQAEVAFKMAVKKHGGEISKNKEFALADWKELGSPEGVLVCPS
IEELKNVWLPFSIRMKMTKNKGLDVCNWTDGDEMQWGPARAEEEHGVYVYDLMATVVHILDSRTGGSLVAHIKVGETYHQ
RKEGVTHQQWYLFNDFLIEPIDKHEAVQFDMNWKVPAILYYVKRNLNSRYNLNIKNPIEASVLLAEASLARKQRKTHTTF
IPLMLNEMPQIGDLVGLDAEFVTLNEEEAELRSDGTKSTIKPSQMSVARITCVRGQGPNEGIPFIDDYISTQEQVVDYLT
QYSGIKPGDLDAKISSKHLTTLKSTYLKLRFLIDIGVKFVGHGLQKDFRVINLMVPKDQVLDTVYLFHMPRKRMISLRFL
AWYFLDLKIQGETHDSIEDARTALQLYRKYLELSKNGTEPESFHKVLKGLYEKGRKMDWKVPEPEGQTSPKNAAVFSSVL
AL                                                                              
>Hsap_ENSP00000403760                                                           
MEDDSLYLGGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKPPLSSRRPAAVGA
GLQNMGNTCYVNASLQCLTYKPPLANYMLFREHSQTCHRHKGCMLCTMQAHITRALHIPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMRKACLPGHKQVDRHSKDTTLIHQIFGGYWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVQQALEQL
VKPEELNGENAYHCGVCLQRAPASKTLTLHNSAKVLILVLKRFPDVTGNKIAKNVQYPECLDMQPYMSQQNTGPLVYVLY
AVLVHAGWSCHNGHYSSYVKAQEGQWYKMDDAEVTASSITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGVEDTD
RRATQGELKRDHPCLQAPELDEHLVERATQESTLDHWKFLQEQNKTKPEFNVRRVEGTVPPDVLVIHQSKYKCRMKNHHP
EQQSSLLNLSSTTPTDQESMNTGTLASLRGRTRRSKGKNKHSKRALLVCQ                              



>Hsap_ENSP00000407818                                                           
MTVRNIASICNMGTNASALEKDIGPEQFPINEHYFGLVNFGNTCYCNSVLQALYFCRPFRENVLAYKAQQKKKENLLTCL
ADLFHSIATQKKKVGVIPPKKFISRLRKENDLFDNYMQQDAHEFLNYLLNTIADILQEEKKQEKQNGKLKNGNMNEPAEN
NKPELTWVHEIFQGTLTNETRCLNCETVSSKDEDFLDLSVDVEQNTSITHCLRDFSNTETLCSEQKYYCETCCSKQEAQK
RMRVKKLPMILALHLKRFKYMEQLHRYTKLSYRVVFPLELRLFNTSSDAVNLDRMYDLVAVVVHCGSGPNRGHYITIVKS
HGFWLLFDDDIVEKIDAQAIEEFYGLTSDISKNSESGYILFYQSRE                                  
>Hsap_ENSP00000410621                                                           
MEDDSLYLGGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKLPLSSRRPAAVGA
GLQNMGNTCYVNASLQCLTYTPPLANYMLSREHSQTCHRHKGCMLCTMQAHITRALHNPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMKKACLPGHKQVDHHSKDTTLIHQIFGGYWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVQQALEQL
VKPEELNGENAYHCGVCLQRAPASKTLTLHTSAKVLILVLKRFSDVTGNKIDKNVQYPECLDMKLYMSQTNSGPLVYVLY
AVLVHAGWSCHNGHYFSYVKAQEGQWYKMDDAEVTASSITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGAEDTD
RRATQGELKRDHPCLQAPELDEHLVERATQESTLDHWKFLQEQNKTKPEFNVRKVEGTLPPDVLVIHQSKYKCGMKNHHP
EQQSSLLNLSSTTPTHQESMNTGTLASLRGRARRSKGKNKHSKRALLVCQ                              
>Hsap_ENSP00000414922                                                           
MDGVLFRAHQCQYVHPCVHVYVTVGLMDPLCLQRHKEHAKGREPPCPALSTSGLVGLHNIGQTCCLNSLIQVFVMNVDFA
RILKRITVPRGADEQRRSVPFQMLLLLEKMQDSRQKAVWPLELAYCLQKYNVPLFVQHDAAQLYLKLWNLIKDQIADVHL
VERLQALYMIRMKDSLICLDCAMESSRNSSMLTLRLSFFDVDSKPLKTLEDALHCFFQPRELSSKSKCFCENCGKKTRGK
QVLKLTHLPQTLTIHLMRFSIRNSQTRKICHSLYFPQSLDFSQILPMKRESCDAEEQSGGQYELFAVIAHVGMADSGHYC
VYIRNAVDGKWFCFNDSNICLVSWEDIQCTYGNPNYH                                           
>Hsap_ENSP00000415434                                                           
MSLFLRVVFSFTMFGDLFEEEYSTVSNNQYGKGKKLKTKALEPPAPREFTNLSGIRNQGGTCYLNSLLQTLHFTPEFREA
LFSLGPEELGLFEDKDKPDAKVRIIPLQLQRLFAQLLLLDQEAASTADLTDSFGWTSNEEMRQHDVQELNRILFSALETS
LVGTSGHDLIYRLYHGTIVNQIVCKECKNVSERQEDFLDLTVAVKNVSGLEDALWNMYVEEEVFDCDNLYHCGTCDRLVK
AAKSAKLRKLPPFLTVSLLRFNFDFVKCERYKETSCYTFPLRINLKPFCEQSELDDLEYIYDLFSVIIHKGGCYGGHYHV
YIKDVDHLGNWQFQEEKSKPDVNLKDLQSEEEIDHPLMILKAILLEENNLIPVDQLGQKLLKKIGISWNKKYRKQHGPLR
KFLQLHSQIFLLSSDESTVRLLKNSSLQAESDFQRNDQQIFKMLPPESPGLNNSISCPHWFDINDSKVQPIREKDIEQQF
QGKESAYMLFYRKSQLQRPPEARANPRYGVPCHLLNEMDAANIELQTKRAECDSANNTFELHLHLGPQYHFFNGALHPVV
SQTESVWDLTFDKRKTLGDLRQSIFQLLEFWEGDMVLSVAKLVPAGLHIYQSLGGDELTLCETEIADGEDIFVWNGVEVG
GVHIQTGIDCEPLLLNVLHLDTSSDGEKCCQVIESPHVFPANAEVGTVLTALAIPAGVIFINSAGCPGGEGWTAIPKEDM
RKTFREQGLRNGSSILIQDSHDDNSLLTKEEKWVTSMNEIDWLHVKNLCQLESEEKQVKISATVNTMVFDIRIKAIKELK
LMKELADNSCLRPIDRNGKLLCPVPDSYTLKEAELKMGSSLGLCLGKAPSSSQLFLFFAMGSDVQPGTEMEIVVEETISV
RDCLKLMLKKSGLQGDAWHLRKMDWCYEAGEPLCEEDATLKELLICSGDTLLLIEGQLPPLGFLKVPIWWYQLQGPSGHW
ESHQDQTNCTSSWGRVWRATSSQGASGNEPAQVSLLYLGDIEISEDATLAELKSQAMTLPPFLEFGVPSPAHLRAWTVER
KRPGRLLRTDRQPLREYKLGRRIEICLEPLQKGENLGPQDVLLRTQVRIPGERTYAPALDLVWNAAQGGTAGSLRQRVAD
FYRLPVEKIEIAKYFPEKFEWLPISSWNQQITKRKKKKKQDYLQGAPYYLKDGDTIGVKNLLIDDDDDFSTIRDDTGKEK
QKQRALGRRKSQEALHEQSSYILSSAETPARPRAPETSLSIHVGSFR                                 
>Hsap_ENSP00000422097                                                           
MEDDSLYLRGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKLPLSSRRPAAVGA
GLQNMGNTCYVNASLQCLTYTPPLANYMLSREHSQTCHRHKGCMLCTMQAHITRALHNPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMKKACLPGHKQVDHHSKDTTLIHQIFGGYWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVQQALEQL
VKPEELNGENAYHCGVCLQRAPASKTLTLHTSAKVLILVLKRFSDVTGNKIAKNVQYPECLDMQPYMSQPNTGPLVYVLY
AVLVHAGWSCHNGHYFSYVKAQEGQWYKMDDAEVTASSITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGAEDTD
RRATQGELKRDHPCLQAPELDEHLVERATQESTLDHWKFLQEQNKTKPEFNVRKVEGTLPPDVLVIHQSKYKCGMKNHHP
EQQSSLLNLSSSTPTHQESMNTGTLASLRGRARRSKGKNKHSKRALLVCQ                              
>Hsap_ENSP00000422216                                                           
MEEDSLYLGGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKLPLSNRRPAAVGA
GLQNMGNTCYVNASLQCLTYTPPLANYMLSREHSQTCHRHKGCMLCTMQAHITRALHNPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMKKACLPGHKQVDHHSKDTTLIHQIFGGYWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVQQALEQL
VKPEELNGENAYHCGVCLQRAPASKMLTLLTSAKVLILVLKRFSDVTGNKIAKNVQYPECLDMQPYMSQPNTGPLVYVLY
AVLVHAGWSCHNGHYFSYVKAQEGQWYKMDDAEVTASSITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGAEDTD
RRATQGELKRDHPCLQAPELDEHLVERATQESTLDHWKFLQEQNKTKPEFNVRKVEGTLPPDVLVIHQSKYKCGMKNHHP
EQQSSLLNLSSSTPTHQESMNTGTLASLRGRARRSKGKNKHSKRALLVCQ                              
>Hsap_ENSP00000422621                                                           
MEDDSLYLGGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKLPLSSRRPAAVGA
GLQNMGNTCYVNASLQCLTYTPPLANYMLSREHSQTCHRHKGCMLCTMQAHITRALHNPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMKKACLPGHKQVDHHSKDTTLIHQIFGGYWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVQQALEQL
VKPEELNGENAYHCGVCLQRAPASKTLTLHTSAKVLILVLKRFSDVTGNKIAKNVQYPECLDMQPYMSQQNTGPLVYVLY
AVLVHAGWSCHNGHYFSYVKAQEGQWYKMDDAEVTAASITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGAEDTD
RRATQGELKRDHPCLQAPELDEHLVERATQESTLDHWKFLQEQNKTKPEFNVRKVEGTLPPDVLVIHQSKYKCGMKNHHP
EQQSSLLNLSSSTPTHQESMNTGTLASLRGRARRSKGKNKHSKRALLVCQ                              
>Hsap_ENSP00000423115                                                           



MEDDSLYLGGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKLPLSSRRPAAVGA
GLQNMGNTCYVNASLQCLTYTPPLANYMLSREHSQTCHRHKGCMLCTMQAHITRALHNPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMKKACLPGHKQVDHHSKDTTLIHQIFGGYWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVQQALEQL
VKPEELNGENAYHCGVCLQRAPASKTLTLHTSAKVLILVLKRFSDVTGNKIAKNVQYPECLDMQPYMSQQNTGPLVYVLY
AVLVHAGWSCHNGHYFSYVKAQEGQWYKMDDAEVTASSITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGAEDTD
RRATQGELKRDHPCLQAPELDEHLVERATQESTLDHWKFLQEQNKTKPEFNVRKVEGTLPPDVLVIHQSKYKCGMKNHHP
EQQSSLLKLSSTTPTHQESMNTGTLASLRGRARRSKGKNKHSKRALLVCQ                              
>Hsap_ENSP00000423333                                                           
MAQVRETSLPSGSGVRWISGGGGGASPEEAVEKAGKMEEAAAGATKASSRREAEEMKLEPLQEREPAPEENLTWSSSGGD
EKVLPSIPLRCHSSSSPVCPRRKPRPRPQPRARSRSQPGLSAPPPPPARPPPPPPPPPPPAPRPRAWRGSRRRSRPGSRP
QTRRSCSGDLDGSGDPGGLGDWLLEVEFGQGPTGCSHVESFKVGKNWQKNLRLIYQRFVWSGTPETRKRKAKSCICHVCS
THMNRLHSCLSCVFFGCFTEKHIHKHAETKQHHLAVDLYHGVIYCFMCKDYVYDKDIEQIAKETKEKILRLLTSTSTDVS
HQQFMTSGFEDKQSTCETKEQEPKLVKPKKKRRKKSVYTVGLRGLINLGNTCFMNCIVQALTHIPLLKDFFLSDKHKCIM
TSPSLCLVCEMSSLFHAMYSGSRTPHIPYKLLHLIWIHAEHLAGYRQQDAHEFLIAILDVLHRHSKDDSGGQEANNPNCC
NCIIDQIFTGGLQSDVTCQACHSVSTTIDPCWDISLDLPGSCATFDSQNPERADSTVSRDDHIPGIPSLTDCLQWFTRPE
HLGSSAKIKCNSCQSYQESTKQLTMKKLPIVACFHLKRFEHVGKQRRKINTFISFPLELDMTPFLASTKESRMKEGQPPT
DCVPNENKYSLFAVINHHGTLESGHYTSFIRQQKDQWFSCDDAIITKATIEDLLYSEGYLLFYHKQGLEKD         
>Hsap_ENSP00000423503                                                           
MEDDSLYLGGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKLPLSSRRPAAVGA
GLQNMGNTCYVNASLQCLTYTPPLANYMLSREHSQTCHRHKGCMLCTMQAHITRALHNPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMKKACLPGHKQVDHHSKDTTLIHQIFGGYWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVQQALEQL
VKPEELNGENAYHCGVCLQRAPASKTLTLHTSAKVLILVLKRFSDVTGNKIAKNVQYPECLDMQPYMSQTNTGPLVYVLY
AVLVHAGWSCHNGHYFSYVKAQEGQWYKMDDAEVTASSITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGAEDTD
RRAKQGELKRDHPCLQAPELDEHLVERATQESTLDHWKFLQEQNKTKPEFNVRKVEGTLPPDVLVIHQSKYKCGMKNHHP
EQQSSLLNLSSTTPTHQESMNTGTLASLRGRARRSKGKNKHSKRALLVCQ                              
>Hsap_ENSP00000424077                                                           
MEDDSLYLGGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKLPLSSRRPAAVGA
GLQNMGNTCYVNASLQCLTYTPPLANYMLSREHSQTCHRHKGCMLCTMQAHITRALHNPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMEKACLPGHKQV                                                         
>Hsap_ENSP00000425582                                                           
MEEDSLYLGGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKLPLSSRRPAAVGA
GLQNMGNTCYVNASLQCLTYTPPLANYMLSREHSQTCHRHKGCMLCTMQAHITRALHNPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMKKACLPGHKQVDHHSKDTTLIHQIFGGYWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVQQALEQL
VKPEELNGENAYHCGVCLQRAPASKTLTLHTSAKVLILVLKRFSDVTGNKIAKNVQYPECLDMQPYMSQTNTGPLVYVLY
AVLVHAGWSCHNGHYFSYVKAQEGQWYKMDDAEVTASSITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGAEDTD
RRATQGELKRDHPCLQAPELDEHLVERATQESTLDHWKFLQEQNKTKPEFNVRKVEGTLPPDVLVIHQSKYKCGMKNHHP
EQQSSLLKLSSTTPTHQESMNTGTLASLRGRARRSKGKNKHSKRALLVCQ                              
>Hsap_ENSP00000425955                                                           
MEDDSLYLRGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKLPLSSRRPAAVGA
GLQNMGNTCYVNASLQCLTYTPPLANYMLSREHSQTCHRHKGCMLCTMQAHITRALHNPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMKKACLPGHKQVDHHSKDTTLIHQIFGGYWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVQQALEQL
AKPEELNGENAYHCGVCLQRAPASKTLTLHTSAKVLILVLKRFSDVTGNKIAKNVQYPECLDMQPYMSQPNTGPLVYVLY
AVLVHAGWSCHNGHYFSYVKAQEGQWYKMDDAEVTASSITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGAEDTD
RRATQGELKRDHPCLQAPELDEHLVERATQESTLDHWKFLQEQNKTKPEFNVRKVEGTLPPDVLVIHQSKYKCGMKNHHP
EQQSSLLNLSSSTPTHQESMNTGTLASLRGRARRSKGKNKHSKRALLVCQ                              
>Hsap_ENSP00000427264                                                           
MEDDSLYLGGEWQFNHFSKLTSSRPDAAFAEIQRTSLPEKSPLSCETRVDLCDDLAPVARQLAPREKLPLSSRRPAAVGA
GLQNMGNTCYVNASLQCLTYTPPLANYMLSREHSQTCHRHKGCMLCTMQAHITRALHNPGHVIQPSQALAAGFHRGKQED
AHEFLMFTVDAMKKACLPGHKQVDHHSKDTTLIHQIFGGYWRSQIKCLHCHGISDTFDPYLDIALDIQAAQSVQQALEQL
VKPEELNGENAYHCGVCLQRAPASKTLTLHTSAKVLILVLKRFSDVTGNKIAKNVQYPECLDMQPYMSQPNTGPLVYVLY
AVLVHAGWSCHNGHYFSYVKAQEGQWYKMDDAEVTASSITSVLSQQAYVLFYIQKSEWERHSESVSRGREPRALGAEDTD
RRATQGELKRDHPCLQAPELDEHLVERATQESTLDHWKFLQEQNKTKPEFNVRKVEGTLPPDVLVIHQSKYKCGMKNHHP
EQQSSLLNLSSTTPTHQESMNTGTLASLRGRARRSKGKNKHSKRALLVCQ                              
>Hsap_ENSP00000431876                                                           
MDKILEAVVTSSYPVSVKQGLVRRVLEAARQPLEREQCLALLALGARLYVGGAEELPRRVGCQLLHVAGRHHPDVFAEFF
SARRVLRLLQGGAGPPGPRALACVQLGLQLLPEGPAADEVFALLRREVLRTVCERPGPAACAQVARLLARHPRCVPDGPH
RLLFCQQLVRCLGRFRCPAEGEEGAVEFLEQAQQVSGLLAQLWRAQPAAILPCLKELFAVISCAEEEPPSSALASVVQHL
PLELMDGVVRNLSNDDSVTDSQMLTAISRMIDWVSWPLGKNIDKWIIALLKGLAAVKKFSILIEVSLTKIEKVFSKLLYP
IVRGAALSVLKYMLLTFQHSHEAFHLLLPHIPPMVASLVKEDSNSGTSCLEQLAELVHCMVFRFPGFPDLYEPVMEAIKD
LHVPNEDRIKQLLGQDAWTSQKSELAGFYPRLMAKSDTGKIGLINLGNTCYVNSILQALFMASDFRHCVLRLTENNSQPL
MTKLQWLFGFLEHSQRPAISPENFLSASWTPWFSPGTQQDCSEYLKYLLDRLHEEEKTGTRICQKLKQSSSPSPPEEPPA
PSSTSVEKMFGGKIVTRICCLCCLNVSSREEAFTDLSLAFPPPERCRRRRLGSVMRPTEDITARELPPPTSAQGPGRVGP



RRQRKHCITEDTPPTSLYIEGLDSKEAGGQSSQEERIEREEEGKEERTEKEEVGEEEESTRGEGEREKEEEVEEEEEKVE
KETEKEAEQEKEEDSLGAGTHPDAAIPSGERTCGSEGSRSVLDLVNYFLSPEKLTAENRYYCESCASLQDAEKVVELSQG
PCYLILTLLRFSFDLRTMRRRKILDDVSIPLLLRLPLAGGRGQAYDLCSVVVHSGVSSESGHYYCYAREGAARPAASLGT
ADRPEPENQWYLFNDTRVSFSSFESVSNVTSFFPKDTAYVLFYRQRPREGPEAELGSSRVRTEPTLHKDLMEAISKDNIL
YLQEQEKEARSRAAYISALPTSPHWGRGFDEDKDEDEGSPGGCNPAGGNGGDFHRLVF                      
>Hsap_ENSP00000431949                                                           
MAPRLQLEKAAWRWAETVRPEEVSQEHIETAYRIWLEPCIRGVCRRNCKGNPNCLVGIGEHIWLGEIDENSFHNIDDPNC
ERRKKNSFVGLTNLGATCYVNTFLQVWFLNLELRQALYLCPSTCSDYMLGDGIQEEKDYEPQTICEHLQYLFALLQNSNR
RYIDPSGFVKALGLDTGQQQDAQEFSKLFMSLLEDTLSKQKNPDVRNIVQQQFCGEYAYVTVCNQCGRESKLLSKFYELE
LNIQGHKQLTDCISEFLKEEKLEGDNRYFCENCQSKQNATRKIRLLSLPCTLNLQLMRFVFDRQTGHKKKLNTYIGFSEI
LDMEPYVEHKGGSYVYELSAVLIHRGVSAYSGHYIAHVKDPQSGEWYKFNDEDIEKMEGKKLQLGIEEDLEPSKSQTRKP
KCGKGTHCSRNAYMLVYRLQTQEKPNTTVQVPAFLQELVDRDNSKFEEWCIEMAEMRKQSVDKGKAKHEEVKELYQRLPA
GAEPYEFVSLEWLQKWLDESTPTKPIDNHACLCSHDKLHPDKISIMKRISEYAADIFYSRYGGGPRLTVKALCKECVVER
CRILRLKNQLNEDYKTVNNLLKAAVKGSDGFWVGKSSLRSWRQLALEQLDEQDGDAEQSNGKMNGSTLNKDESKEERKEE
EELNFNEDILCPHAVFFFSKYIFLNSGELCISENERRLVSKEAWSKLQQYFPKAPEFPSYKECCSQCKILEREGEENEAL
HKMIANEQKTSLPNLFQDKNRPCLSNWPEDTDVLYIVSQFFVEEWRKFVRKPTRCSPVSSVGNSALLCPHGGLMFTFASM
TKEDSKLIALIWPSEWQMIQKLFVVDHVIKITRIEVGDVNPSETQYISEPKLCPECREGLLCQQQRDLREYTQATIYVHK
VVDNKKVMKDSAPELNVSSSETEEDKEEAKPDGEKDPDFNQSNGGTKRQKISHQNYIAYQKQVIRRSMRHRKVRGEKALL
VSANQTLKELKIQIMHAFSVAPFDQNLSIDGKILSDDCATLGTLGVIPESVILLKADEPIADYAAMDDVMQVCMPEEGFK
GTGLLGH                                                                         
>Hsap_ENSP00000434676                                                           
MTSQPSLPADDFDIYHVLAECTDYYDTLPVKEADGNQPHFQGVTGLWNLGNTCCVNAISQCLCSILPLVEYFLTGKYITA
LQNDCSEVATAFAYLMTDMWLGDSDCVSPEIFWSALGNLYPAFTKKMQQDAQEFLICVLNELHEALKKYHYSRRRSYEKG
STQRCCRKWITTETSIITQLFEEQLNYSIVCLKCEKCTYKNEVFTVFSLPIPSKYECSLRDCLQCFFQQDALTWNNEIHC
SFCETKQETAVRASISKAPKIIIFHLKRFDIQGTTKRKLRTDIHYPLTNLDLTPYICSIFRKYPKYNLCAVVNHFGDLDG
GHYTAFCKNSVTQA                                                                  
>Cint_ENSCINP00000000266                                                        
KVDRSRSCPYLDTINRSVLDFDFEKLCSVSLSHLNVYACLVCGKYFQGRGRKSHAYTHSVECNHHVFLNLYTLKFYCLPD
NYMIVDSSLEDITYVLNPTFTKKHIKQLLNDSKLMRAYDGTTYLPGIVGLNNIKANDYCNVILQALSHVPPLRNYFLREQ
NYSHIKRPPGDIMILLSQRFGELIRKLWNPRNFKAHVSPHEMLQSIVLCSRKRFQITKQGDPLDLLTWFLNSMNVALNGS
KKRTSSKYFLQKTVLWILILSITYYMGPNKQRVNGFLSSEYVTLMEKSPFLYLALDLPAAPLYKDELEHNIIPQVPLATL
LAKFNGMTEKVGKRDSTMKRFEITRLPPYLIFYIKRFTKNLFFIEKNPTIVNFPVTNIDLEELVAADADVPHTCYDLMAN
IVHDGDPNEGKGSYRVHILHQGSNQWYELQDLHVSDILPQMITLSEAYIQIWALRT                        
>Cint_ENSCINP00000000491                                                        
STSSVVTNKGLLNKPGDNNCFLNSAIQVLWHLDSFRKNFRQLTGHACMGASCIFCALKHIFQQFQYSKDEALPPTLLRSA
LAEAFHEQSRFQLGLMDDAAECFENILMRIHVHIGNTMREDVCTAPHCIPHQKFGMSLVEQCVCSCGATSEPLPFIEMVH
YVSASALRIEDEVMRARYGTSDQKFGRIIRVAGSSGNLRSCPSNCGSRVEMRKVLMNCPDVVSIGVGWDSEEPQVGDIVS
LVHALGTTIKLTDLFHTVVDERALRTELYLVGMVCYYGKHYSTFFFHTKLRKWVYFDDAQVSEVGKRWSNVISKCIKGHH
QPLLLLYSNPHASPISISSAP                                                           
>Cint_ENSCINP00000003339                                                        
MNSIVQCLSNTDVLAEYFVMGQYKIDLKNCRKDRSKKYGTKGEVIELMATLVRSLWTVTYTQDMTKSLKDGISKYASQYK
GSSQHDSQEFMLWLMDKMHEDINMMPAKKRSFTRKQSFRKSSRKFSVEKTAEDSAAAPKLAVDLSPTSFVQKVFQGHYRS
SLSCPNCKKRSDTTDPFLCVSLPLKQRTTRPMYVNVVYLPNKRRSGLGRKHMAGKTIKIGVSVPLDGKINDLRQAVAAEC
GIHSRLLAFVDLQHDGFHKAYGDDYALIDFPMNNSSTTAVNMSLYAFEMPPIAKMTAGTLPRNFASSHKKRATIAGKFGK
DGNEGNTSNSIPDSIVVILINKQGVREQGSGKKVAQGNVLVFEIVVLSQVVKKQLLIFCFVFSTPTNIKFVIKLSLKLCL
YDGIPNKSYLSQQAQQPLRLPTVDKALENCPAGGPLHIKLVAEWDTDTKCGIFEKFPEEKVEVQDSVRLQKVVHQQPVTC
TLEECFDLHTQVEELGAEDAWLCPHCKKQQQGTVKKLSLLTLPDILVLHLKRFRVTDGRRTKLCTRVEFPVTGLNMSKHI
FSLPDSPKSYGNAWNPTYPPHLPTTVGPEDHLYDLYAVCNHYGNLNSGHYTACCSNPLDGKWYLFDDNHTESITEDALSP
QSVYILFYQRRSASAALSCGGASINSVMSEHWAFQLPHNKIAAAASKLQAANKRKEPRQSVVSSEDVDDGGFDSPTRPYL
RGLRRQ                                                                          
>Cint_ENSCINP00000004230                                                        
TMAPNNCPHLSEALRKTDQFLLEKSESICQICGGEGPNLWACLQENCSFTGCGKTLHDHGTKHCNEQGHPVAINLKSFRT
WCYSCDKEKKLKREFMQQKRLIRLKAKSEESLKSFETPKGPNIQFTSLTSLAEILSVSPEISVESTPGLKGLRNLGNTCY
MNAALQSLSNCPRLTLFFIALGHLLQDRKKSMTLSYYNLIADIWRKARYSSVPSSVHSTLKLINPAFRGYQQQDTQEFLR
CLMDRLHEEMKYPVPILTENDQKLDILLPNIFQTQSLQSKSTLGKYPNDALRQSRDDMMTISTSSDDSYHSCDDLASLSS
EMDQQPARVYISKGNKKWCKQSFFAKQTLILMSNNASITSMPSILTPPPASTTPPEDIRRKRTVSSRSTTNVVSNNQQKE
KRFEYRSVISDIFDGALRSSVQCRTCGSLSHTKETFQDLSLPIPGKDDTARLHSNPCSNAESYNPWWHSFLGWLESWFWG
SGVTLTDCLSAFFSADELKGDNMYSCSKCKKLRNGIKYCTLLQLPEVLCIHLKRFRHEYFTSYSTKISSTVIFPLEGLDL
SRYLAKDHDTVNAMYDLSSVIVHHGGAGGGHYTAYCKNPASKEWYEFDDQYVTLVPEATVTEAE                
>Cint_ENSCINP00000004248                                                        
MYDLSSVIVHHGGAGGGHYTAYCKNPASKEWYEFDDQYVTLVPEATVTEAEPYVLFYSKKSNNVEIAREEVLQLDKETEP
SFMKFYVSVEWL                                                                    



>Cint_ENSCINP00000004813                                                        
NTLNMGAKESRASILSYDEASKRVTSIELQRLQEAYKRSCGYAGIMREAVFVRDVLGENVPTKLSQRIFNVMSSNSRGMS
FRDLLVTLVLLTRGRQEERLKCKLIFIQEIWSNPFSMLYPISMSLSSNVLFAIPFGNDNVTYDLFRTWVLDYPNTTSVTR
WLVNSSGVTVSLTNNTEMPNFYQTLAGVTHLEEPDITELEKQYWMLKSQSKTGRFDLTTFTSYVSPPLPQCLIEGLFNAF
DENRDGHIDFKEISCGVSACCRGPFAERQKFCYKVFDTDQDGKLNSNELKAMALGLLEVQKVNAIKGSAASKKLENISED
SDAVSEIVSHILCHSNADTGEITLEEYQMWSLKDPLPISLLNIVVEICHIVLGLRPTSPTEEGVIIRGWMQRASQSELIA
GETWYVASGKWWRQWKLHTEYDILCYVINPLPHIQPVLNGKLESPVLESGYYSNGRLSGETSSTSSDTVASAHEATETMQ
HVLSNLMQYLILTAGGEKPSKNRHTKHAGKAQRVSKTTPTTPNTSPGPINNSDILLEESKVATLTDEGGRLKEGLVEGQD
FIVLPAQVWKALHHWYGGSPSLPRIVPAPNKDEKCWIELHRLNVLLLRHQVCCMCLSNEGIIGLGVHLMNVFLHIYYIGG
STPKRQITHRATFSKRHTVGQVAQFLSLRLRIPLDSMRLWHLLDENNATLLEDDSVKMEALSLTNNAQFLLEVRNVDMSW
PEELSQIARNHKQKTKPLMPVVAGASGLSNLGNTCFMNSGLQCISNTRPLTKYFLENKHLFELNRTNPLGMKGHIAKRYC
DLTQELWSGASKTVAPLKLRWTISKYAPRFNGFSQHDSQELLAFLLDGLHEDLNRVQTKPYVELKDSDGRPDEEVAQEAW
ENHLARNQSIIVDLFHGQIRSRVRCLHCNAFSTRFDPFTFLSLPLPMDNSMYLDVIVIRLDGEIPVRFGLRLNMDDTFVE
VRKHLAEKCKISMEAVLLSEVLGATIKSFLQDNLKVRSLSIGNIYAYEIPPPVKAIVRATPNGESRTGSAGNSPNTLRGQ
KVNGMDCNLVNSAVEPKQDNTDSKSGNTDSTCSTEVIVQEPSSSSNSTFYISNKNENQNQSESGLNVDDMQTQCAGYVVA
YHRKTFHTDVYFLSSQKHRPSLFGLPLVVPCVPGRPKKDLYSAVWKLVSRLVSPLPPQEATAVNHAQDCDDSMGSQYPFL
LRCVDAFGMSCGNKCPWFRFCTGCIIDCSDDPWQQTSGHISIDWDPTALHLRYQPSAERVLKDDASVEEGHRGAQQRIDL
NHCLRAFTTEEELGKDELYHCGKCKTRQLAKKKLDIWRLPPTLIIHLKRFQFVNGRWIKSHKVVDFPKTDFDPSSFMTKR
DEENIGKHSVNVYTMFLPNVVTASSITDSDPVKTSIITSKSSPDAKPSKPKPHISFEADEPHVTPGPVENGASPAPEEGK
KSGLTARKRKPSFREESPPLYDLYAVSVSCLFSDKYSDLNPSYPCVQLQLLHYGCFCHSGILGGGHYIAYAKNKVNNKWY
CYNDSSCKEVSADNICVETAYTLFYERQGIDYDDFMPSTGEGTPMDTSSMDEDYNSEFKKYCVIQ               
>Cint_ENSCINP00000005404                                                        
DTVKRLCIKKLPSVLCIQLKRFDYDWERECAIKFNEYFEFPREIDMEPYTVAGLAKIEGEVGAMSIYSHTTVGFIIIQKW
FLYKKYFHAMQYRRQKRWWNAYLLFYERVDVLKDYELSKSIHNLSLGSSFEGSNLPKVIERRVQLKNIEFMHKRMQFSRE
YFSFMQQLLRINFQYFMGGDKQQVQLSAEAEELCMISVQLAAKFIFSTGFHTKKAV                        
>Cint_ENSCINP00000005407                                                        
MEPYTVAGLAKIEGEVIEAMGNDSDADVPTNYRLVGVIVHSGQASGGHYYSYILQRSKGGEARNKWFKFDDVDVSECEFT
DEDMKNQSFGGDYMGEVFDHMVKRMQYRRQKRWWNAYLLFYERVDVLKDYELSKSIHNLSLGSSFEGSNLPKVIERRVQL
KNIEFMHKRMQFSREYFR                                                              
>Cint_ENSCINP00000008733                                                        
METEDSPAINDASMVNGDASENDDAKSDEIAEEDDEFGFYRSQATFSFTVDNINKLVESTTSPPTYVRGLPWRILVMPRT
IHDRSAGKSLGYFLQCNAENESTLWSCHGSAALRILPAKDGVEMLDKKIEHMFYCKENDWGFSTFLPWADLVNPEKGYIT
PDKKVTFQVHVYADAPHGLAWDSRKLTGYIGLKNQGATCYMNSLLQTLFFTNKLRKAVYMMPTESDDSMKSVSLALQRVF
YELQSSDKPVATKKLTKSFGWETFDSFMQHDVQELCRVLLDNVELKMKGTCVEGTIPDILEGKFKSYVKCKHVDYVSSRE
ESFFDIQLIVKGNKNVMESFRNYVKPDTLDGDNKFDAGDFGMQEAEKGIIFKHFPAVLHLQLLRFQYDAATDMYVKTNDR
YEFPEVLHLDEFLEKPDRNDSAVYILHAILVHSGDNHGGHYVAYLNPKGDGKWCKFDDDVVSRCTKKEAFLGSYGGVGEE
SYVARNSTNAYMLVYIRKSKLNDVLCPVTDADIPEQLMERLNEERQLEAFRRKEKAEMHLYLSVNLVTEDMFCGHQAEDL
FDFERSHFTRHIKILRQASFDDLLNLISQGIGYSKNQFRLWLFSQRPNNSWRPTLLETGETVGKHLIEVAENENPWHLWL
ETIQPDSTEDTLPAFDKQGDILVFLKMYTPSTRTISYCGHVSVPIEGTSVVAMEKTLRKRGGLPPNTPLLLFEEVSACIL
FLFFLMLKKFLNFYCSKIVFKTKVFLAILKIELKLYLRVCLATLQPQNLRLCNPIDVPTLFASELRPIHDRNLQFGEVMD
KLMDGNIIVFQPVEPSCPDAARYFLDVFFRVDVILCDKNDPLDPGFTVSLNRNWTYGQFAEKVAERLDTDPMMLQFFRVQ
NVRDQPGNVIRSSFDGQLKDLLQIYGTRKPSKRLYYQQLTMKVNEFENKRQFRCMFVWPNLKEEEIVLYPNKTSCVAGLL
EECRKKFAIDSSKELRVLEVVGNKICGILRPEKALEDLTPYGQVARLYRIEIVPDDQKEVTISDEEVLICASHFHKEIYN
TFGVPLLIKVRTGERFSEIRERIQKAMEIPDNVFEKYKIAVVVAGQVKYMSEDMNMMINLKDVMPTMTLATQLCAKAWIG
LDHLNKNSKRHQSRFGYTEKAIKIHN                                                      
>Cint_ENSCINP00000008840                                                        
MTDFKVNVKWGKQKYSDIDVSTDEPPEVFKLQIFSLTNVQPERQKVMLKGTTIKDDWGDLKIKNGVTFLVMGSADELPKE
PVQKTVFLEDMSEDQLVSAMNLLTGLDNLGNTCYMNATVQLLKSVPELDKSLQSHATNQTSVGLMSSLTGGSTGGIDESV
TTGFANLIQNMKSGSQASIKPFLFLQLIYMRFPHFAEKTEHGVPMQQDANEFLTELLRICQQNLKPITNDTEQEMATAAT
NKQRSNFIDQYFGIDYDVELQCLDEEAKDEAVSKSSETSLQLNCFISQEVKYMLTGIKSKLKEELTKRSPTLDRDAKYCK
TSQIKRLPAYLCVQMVRFFYKEKGGVNAKILKDVKFPMSFDAYELCSPELQKRLQPVRDRFEAEEEAKAEAQIAGKLAGV
KKEILKKKDENIEYERFDFEDDIGANNSGHYELQGVLTHRGRSSSSGHYVSWIRRDRDEWMKCDDDNVTPVTLEEVLKLS
GGGDWHIAYVLLYGPRRLEKKSTTPATGDVATTAAVPMETGTSNGDS                                 
>Cint_ENSCINP00000009706                                                        
NFPDTPATSTNHGVCGLYNLGNTCYMNSTLQCLLHNSQLMEQMSLKSSSSKNESGISGHFLNLFKKYWSGDYSVIAPTEF
NDQLSKIHTQFAGNGQHDGQELLALFLESLHQEIKGNDISSTSPSGDHNSNAIADKIWNSYIQANQSVVVDTFQGQLEST
VVCSKCGFKSVTHEPFMYLSLPIPHALNRYVLTLEKCLSAFTKNEILDVDNPWYCPACCGHQVAEKRLRICRWPDTLIVY
IKRFLYHSKNAVKVDDEVLFPMESFSPGQLSGTHPHNFKSYDLTACMSHFGGVYSGHYVAHCKHPVTGKWHLFNDENISE
QTLSSKDSAGAYVLFYQHKPSHN                                                         
>Cint_ENSCINP00000011656                                                        
MELIFKPQAFIPRGLTNTSNWCYINATLQALLVCPPFYQFLKSISTFTPLSQKTVTCSPIIDSFLQLASEFRPLSTKRGF
VTKEVRHGPPFEPRYIYDMLTLIKSSLSEKGRQEDAEEFQSCVLNGLHEEMTQLFTYLNDSANSQSPESHSEQDDSSSTS



EELMNGDAEKEEWEEVMATKKNKSAVTRRADDTRTPISDMFRGELCTSVFRPGQKVSVSYEPFFSLPLSVPADHACNVDD
ALMSLTDKESFLADGEGQSDASRQQTLESLPPIFILHLKRFVYDKSGGLKKIDKKVEYKTDMVIGKEMLSKSARKLSINQ
RTYKLFAVVYHHGEKATGGHYTTDVFHIGLSSWLRIDDQNIKTVHHTEVTRHNPSRTAYLLYYRRIDLG           
>Cint_ENSCINP00000012249                                                        
LNQNTGTMKDYVQCCECHHESARNDTFLDVPITIRPFGATTSYKSIEGLNAFVEPETLDESNQYYCEKCDKKCDAKKGLK
FTKFPYLLTLQLKRFDFDYSTMHRIKLNDCMQFPQILNLNSFTEDTSKGPYVYELFSIMIHSGSAAGGHYYAYIKSFENN
RWHSFNDQVS                                                                      
>Cint_ENSCINP00000013126                                                        
MTTHAIDCPHVNLFKESNGLEPFRITQKWLVHCSTAEARQVRARSCFCRVCHTYGGRLHTCLHCIYFGCYEGQHIHNHAE
ETNHYLAMDLSFGQIYCFLCQDYVYDKQVEQFAQKEWIKVCRFNGWSESLLTTLPYWEPSGTELEYLKLNPKRRKISADS
YVGLRGLVNLGNTCFMNCILQAFVHTPMLRDYFLAERHECDKEQCLVCEMTRLFQKFYAGEKTAYIPFRLLHLVWTNARH
LAGYEQQDAHEFLIAALDLLHQHLSESNDLGNNNNNNVISGRPGMSINMIDSSNHVSVDEDSNERGSTCDCIIDQIFTGG
WQSDVTCQMCGGVSTTIDPFWDISLDLPGSMSSPWHCMSPTQATVPGMTPLGSPPVNGSSEQRAMSLKDCLNRFTRPEHL
GSSAKIKCNNCHSYQESTKQLTLNKLPIVCCFHLKRFEHTNKTRRKIPTYISFPMDLDLSPFMASRRSVNTRDEASVDDV
LKENNYSLFAVVNHLGSLQSGHYSVYVRQHRDQWFRCNDSTILKASVHDVMQSEAYLLFYHKQYLEYD            
>Cint_ENSCINP00000013776                                                        
MDKAKKSPDSKINCKISEDTQILSKNDSSPSEVKNITKCTRFRLSREYELRICNCKHILRMTVGERHSVVNPQRWLCNVC
FTTESVWACLSCPNVACGRYIHEHALNHYLETQHPLAIDVNELYVYCYACEEYVLNDNKSGDIKVLRETLQAIRYQNFTG
TTRSGHTLRTATISSDEDIQMRRRLQQQQLDRDDRNFTAIWHSRFVRQRKAFKYWLHYVRHKSEYKDEEPVSPNISPDES
PVRMESIRLREFAVLDLKTENDETVSSSPGSKDLLPCFNTCEISSANKVNSKDLSLEMDKVTAMQEELTMEDTCKSTQSI
IEIEIDTSDTVPNDHEQLDLSHERSDNKFSADISVKGHKSEIKSEKESNFPEGDKTESKKVSRKDSVVEATQNTDTTQTR
PKRANAASRYHEIMHRLSSFVHIEPVKKRLKLTIPTPSAGRKTSVDLEDRRRSARLIQRTCEKAKAAEKARKKKGSKKKG
KTKKSYGKSTQKAQKGQKATRVTGSSKTSHRRIRTQSGLRSLYDSIPNKAVTSLIPGVTGLRNLGNTCYLNSIIQVLGHL
QKFRLCLLALRDLDGMDEHHDSLTSPVATHSRMGRRSTMEMYENQTNVSRRMLRLQSGLNGGHDGSASSEKDSVLPSTQL
PPSLSLCHELNDLYHIMWSGKWKLVSPCHFLSSVWQLIPSFRGYSQQDAQEFLCELLDKIVSELEWKRRRPQMMVSNGLA
TRISKVVHAVFEGKLHSMVKCLECGNISSTIEPFWDLSLEFPQRYHVNAY                              
>Cint_ENSCINP00000014358                                                        
QNSSSTNWIQVEDRIECQASKQVRYTKRSDYALALPIPLEAAANKAAVGEYQAVVEANKKDVSVKVGEVVRPSIPYTACI
EAFAHDELIQDFWSSAVKEKAEAKKRTRFVTFPDYLVVQMKKFTVGEDWVPKKLDVSVEMPDILNLNDLRGGGLQKDETL
LPDIEPPSAPPSEPLIEIDEEAVIAI                                                      
>Cint_ENSCINP00000014360                                                        
DLLVPLLPCVRVPGLGDNVYKEECCFSFDTPKSDDGLYICLSTFLGFNRKYVELFHETTGHKLFLHMKQIKKILPKSEEA
SPVEKKKPKRLAIGIEGGFDAANGEKIEYEDVNELVILPEFKVIGLDNIEEIPSVVLASVSGILASTSASKKEEELSWDG
EIRPVSKHAENLQQLDNGVKIPPSGWKCCKCDLTSNLWLNLTDGKILCGRRYFDGTGGNNHAVDHFKETKYPLAVKLGTI
TAFGADVHSYDEDTMVEDPHLAKHLSHFGINMMNMQKVGWWLASFEYGNKWVLFQQFILCFQFIFSVAWHKNYKGFKITM
KIDILTSLIFQQTEQTMTELEIELNEKVGNEWDLIQESVLESSGDFSIQLCKLGLALTSPDMLKHQDSTKQEVTSCSVTP
RTMKRIVGRGHPEFSTNRQQDTHEFLLHVLSVIERSEHKNGSVSPGEVFRFMVEDRIECQASKQVRYTKRSDYALALPIP
LEAATNKAAVGEYQAVVEANKKDVSVKVGEVVRPSIPYTACIEAFAHDELIQDFWSSAVKEKAEAKKRTRFVTFPDYLVV
QMKKFTVGEDWVPKKLDVSVEMPDILNLNDLRGGGLQKDETLLPDIEPPSAPPSEPLIEIDEEAVIAISQMGFPLARCRE
ALVATGNMGVEAAVMWLMENNTPGGPAGAAAAQPSGASDGNVASIVAMGFTEGQAKKALHATGNNLERAADWIFSHLDEL
DSIEVDTPLEPANQVAAGDTPMDTSANHLKDGSGNYELFAFISHMGSSTMCGHYVCHIKKDGRWVIFNDEKVAESEQPPK
DLGYIYFYKRA                                                                     
>Cint_ENSCINP00000014739                                                        
KNKKLKYVVPGLLNVGNTCFMNVVLQSLASTSKLYIAFQKSPKSVKPVSAQDSLCEIIKVLNTGSDVNYYDPSNLLLVLK
QLGWHISMDEHDAHEFFHVLLSTLNEEMEVKKTECTIMNAVNGENRLFNVKQRCIQDVNVLQNNSTSNINLYGIFRGLLS
IRLKCVSCGQKTPVKFDGFDSLSLPIPETSVWIGRTTMSECLKQFFAAEVVKSVDCDACTQLANSESTKKKIQRKKLNTD
KVMLAKLPQCLTFHLQRLVWKHGFPVKNHTHVQFEEFLNLSEFLFSTNLQRKTTSCAVRKPNPLILKLLSNNNSRSNNFK
TLNHCGLLGGFSDNVKHCKPQNAWYKLCAVVVHIGSWTESGHYVAYRRVQTETFNVSKSKWVFTSDTVVRPASLSEVLSS
PAYMLFYERV                                                                      
>Cint_ENSCINP00000015048                                                        
FLQDVRDVALLLNHIWTKAPNLLFPSLKEVFDILSNSNITAEPSNALGCLVELIPCEVIDQAVKQITQDMTVQDTNMYLA
LNRMVSWLGWPTAQKTHLWILSFFKHLAELNKFQMLIDVTLKSIGKVVACIRLPHVRPSAVAVLVHMLMSCQLSPDAFHI
VVSQIPKLLQFLEGENKPQENETYIKQLANLCYCMMHLHSGFPDLYDPLIHAISKHPKPSEEEINGVLKCPTWSASYVST
YHYSYQVARRSTETNMAGLVNMGNTCFMNSIIQALYMAEEFRQLVLVKSREFPTTSISRYLEKTFAFLLKTKREAFQPTE
MVEHSKPSWFSHGAQQDCSEYVKYLLEALNEEFKEHSKGTLQHISNNLAGTKDSVAQAGTSATESPAAKKQSKEISISEF
FHGRVKTLIKCSTCKFVSTREEEFLDLALPLNKAYERETPSTGSGGCELGLKPEASNPQPSTSNQGRENTGSPMDTEGAT
PFVGGEDCTVHGRAIQESIEEDTEEDVISRNHDLDDLIHQNLVDETLDGSNKYKCPICDDLRKAQKKTVFTKLPVYLMIT
LMRFTYNTKLQRRTKIMDHVNIPQEIEIPLSNVQIINIENLFYLSYTDNTEGYQKYKLWAVVVHSGTSAESGHYYCYGRK
IYKESERWYLFNDSHVSFAPFSSIKNLTGRYAVDTPYMLMYARCDRIAPTEGVEVVSEVLSAVIEDDNNKFEKEQKLASE
RATASSISNILGWNNDNDPPPPSCGGGDGTGIGGNRLVF                                         
>Cint_ENSCINP00000015942                                                        
MGQLPENKGGGGAPQNLEAEKKKIQSLANQELKKNELWYLIDKRWYDQWKKYVENDGYGWESKNNSNLNPGPIDNTDIFT



DETYEQMKDNLSEDVEFVMLPKTGWEYLVNTYGLVADGMAIERKVIEQGSFFKKCVVEIYPMQLRLSPYDNRKEVVKRNF
SKRNTVGEIEEEVRKTFQIPEETPVKLWSAYLPSSLESLEKHKSVEDSALQPGQVVVFETKKDGKWMHTPTPTTSYVSSN
SQNGAHKSVNTYGLRNTSPTRGRVSTAGLCGLNNLGNTCFMNSALQCLSNVPALCNYFLNETYKKELNKTNPLGMGGKLA
KAYARLVQSIWSGEQSSFAPREFKMEVGRFAPRFSGYQQHDSQELLSFLVDGLHEDLNRISKKPYVEMKEADGRDDQLVA
EESWSNHHLRNDSIIVDTLHGLFRSKVDCPECPRISVTFDPFCFISLPLPLKRQRTLECSFVPLKYDGKIYKYKVTVNKT
GCIRDLCKAVSELNNIPSTEMTATDVYNSRFHKIFKPNEGINGIYEKDYIHVFQKPPNMTMVPVYMRHLSSSGPNSSAHL
FGQPFLVPVDIRNTTYRQLYKTVLKATWRYIKDDELKSDVARLICDEEYMDDKAEEDDEDCVQPSVHRLFSLKVVNSFGT
QLLRVLHDTDSPLDLSENTYITADWSYYVYEHQLMQHHWSDVSESHESMAACNIRKANSGVQLHDCMRLFTTEEQLDKDD
AWYCSDCKKHQQATKKFDLWMLPPVLIIHLKRFSYTRYSRDKLDTLVNFPTRDLDLSDFIVNPNKGSLPKPKRCYNLIAV
SNHYGGLGGGHYTAYAKNHIDKQWHYFDDSSVSLSSEDRVVTKAAYMLVYQRQDMEAWLDDNPDKTFPYLEPIFSPRAMG
LGGPACSAVGTSFKYDGVNASNGHQLDEDTLNNNNADDDMDTS                                     
>Cint_ENSCINP00000017282                                                        
MDTEGATPFVGGEDCTVHGRAIQVEESIEENTEEDVISRNHDLDDLIHQNLVDETLDGSNKYKCPICDDLRKAQKKTVFT
KLPVYLMITLMRFTYNTKLQRRTKIMDHVNIPQEIEIPLSNDNTEGYQKYKLWAVVVHSGTSAESGHYYCYGRKIYKESE
RWYLFNDSHVSFAPFSSIKNLTGRYAVDTPYMLMYARCDRIAPAEGVEVVSEVLSAVIEDDNNKFEKEQKLASERATASS
ISNILGWNNDNDPPPPSCGGGDGTGIGGNRLVF                                               
>Cint_ENSCINP00000022927                                                        
MSQRIPSSNAIIIVMPKKDHTVFWPTFKQVEGLSDIGKSNFQNAPPKKMFLEESEKNTSFQDEFTTSGAPPCNFPIKMET
SPSVTMATGIKVPHGVLIGGNSPLTHHTAGSRTETKSLDKIEGQSSKLNPEINKELTTELDGLVHHWRSKSKGCIVLDLQ
LNKSDVCDVKVEFYEMAVVVKFRNSSSDFCRKHIVLENSLLQWKTQLSFSIIPDKCSFSIMDTFVQLTMQKKTTDHLETL
LHESGHLVSPNTVGDTKKISQPGLGYTGLINLGNTCFMNSVIQALANTPELRNYFLDEKFHCHINTKNPLGVGGKMAKAF
YVVMRKLWGCSNKAFSPHEFRDVVGLKGSRFTDGMQHDAHEFMAFLLDMLHEDLNTARNSTSIQPTSEVKGISEEMMAFE
AWKSYISRSGSFIIENFHGLLKSQLKCLVCKTKSVKFDPFLFLSVPLPKKVQPFSVFFFRKDVSEPIKITVSVHSDGAKM
SDVLSQVGIHTGTNINHLVSYEVNNNALCRFFVPTSPLTRTSHTSTVHIQEMLSPEKEGEPMLQIICTQRKMVPDINKHC
AYCKREPDNSFELKRCMNCLKVAYCDRDCQKGGWLKHRNVCRRTPELVGHPFVMCIAKSKATYTNVKSLAVKWAKLSSDV
EILSSSMDGENANGEHSVSEMPMELRFSSWKENKNEVYPVIEDKGEELLDFSSRKFVSILWQNDKSKKNYVKVSDKAQDF
SAPGRTIDLAKKSSPKYDLLECLSLFTEPEILTQDEAWYCPQCKKHRQAMKKMSLWDLPDVLIIQLKRFSFKNYLWRDKI
NMFIDLPVSNFDMTSYCNNPKTSKSLCYDLFAVINHHGGILGGHYTTNVRLPDVNNTSESVVDWRLCDDRHVTKLNNKVV
TEAAYVMFYHRRSSKNSNTMSESLNIPHEPQADKAQCDEATNATSEHQPVINTNGEKSETTETSVKHTTNSNEISLPLEE
SKQKIVNTTTVNDSPLSPVGRSAQKLSKMQIEKSVDSKPSEEHNIDQITTQNSNSQQTAQLRNCINSGDSGLKPQGKEVL
SYTDMDAID                                                                       
>Cint_ENSCINP00000023088                                                        
SSVHFDSGNELLWVGNQSGHMTSYYGAAMQKYTSFQIHPQHHPVVEVLSFDDKIVGLTKDRLQCNLKRGIPVSTFKDPDM
SDAHCMVFHKDHLYIGGKDQHIIDLDLKTNVASNRMELNENETVAIFRKTSRYLCCGGFNGKIMLRDPDSLKLQHTLDGH
TGSLSDFDASGHLLITCGYSQRPGSLINEPLNWSLDRFVKVYDLRMLRSLTPIQSIVQPSFLRFMSTYTRRMLVTSQSGQ
FLLIEDNALVTPTTPIYQTNLIGSNITSMDISPSMQAITFADSGGVLHLWSASGTPNFNKFTKDPEFASMSESLDPINIS
DENVSYITPLSIIPMPYCQEPLFSDWPKPQCTPVSRRPPPIDPELLRSMKVVHGIGYAPNPGTRRRNQLESIRTLYRKHT
SCGTAFKKNPQHITFRTNCFCEPLHQFISLQPQVPYKLKDMTSHDRKGKKAAYLLDTTVAFKYSKLGEEENEMIQHYNRT
NFAGLEANIPNAYCNCMLQVGDFTFLYSENPVEQGLVIICLFHQVLYFIEPLRCGLQSHHNLNKEIDLSEELGFLFHMQD
CATSGVLQASNFLRAFRTIPEATALGLVQNSSKPEQMATGGTNNNLGHLIQNWSRFILQQIHTVTDERSLVEKLCGTQMK
IETQFRNGRTTTRSTTQFLFNLIYPSLPKPGEPVKHVPFTSVLKQTICSQVNTKSWDEVSETYQPMVVQTKTPVSLPDIL
VLNCSLFREEDVQFWKVSSRASYFRKKWSVRFRSQTETDEARQIEEEGLDLSFDRTNSVSWVPHHVSMAVDGDGELVVKS
KNEENGLNMDGMVEYELFSTVVHIDDPRTGGNLVSHINVGEKYHQRKEVDGRPNQIKICDIYVVVSQQGVTHTQWYLFND
FQISSVEKEETVDFDLRWKIPCLLVYTRVDLNNRHKLNINFPLTSDILLPTPSISKRSLRRNLMSPMEPTSPGAAMTFTP
LMCDELPTHEGVLVALDAEFVTLKAEEAELHSDGTRSTIKPSHLIVARITVVRGEGTREGEPFIDDYISTQEQVVDYLTK
FSGIKPGDLDASISSKHLATLKLTYCKLRYLIQCGCVIVGHGLSKDFKVINIFVPENQVRDTVHLFHMPRKRFVSLRFLS
WYFLDEKIQKDMHDSIEDARTALKLYKKYLELTENETKTSDFRQTTLKQLYAEGRRLEWKVPE                 
>Cint_ENSCINP00000023650                                                        
RNFTMAKPKDLYIAKSLKDLNKHTDSKCEKGRSIKIYLNFANKAFAEAEKAFKSRDEERAYILYMKYLDMVGIVRKCPEF
KKDTQHYSLLLGKMNTITALENAEATSNSLKKRYDALAKKAAEAEMKQVEGKIKQNGAVEEFSHPVPDEEKVTETPEKET
FGNEVNSAKLYELIYKKSKDVLILDIRSSEDFQMSHVQHSICANVPKAAIQPGTVVSKIEEGIAPSDMEMWNKRDSVDLV
VLLDWTSSVKRLQDKGDPLRSLKDAIWKWNQDKILQHEPVVLEGGFSDWLEFYPQFTTNPKAKVPKANVKTLNVNSLLEF
SYSDLNTNFIKAELPTKPIPFTVNVPNSIPITIAQTNPPKQVSVSNTILKLVTPASEPVETPLPQKKKPQPMFDRSKKPS
PAPAVHPSVPKPESQFKKNGESPKNEMEVVKPSPPSKVKSKDVDNDAIFSEYEQRIALMVKQKEEKENAIVEIEKKKKVA
ELQALEKKLKEEAEETEKRKMEAERQLAMTMRDLSKPKPITNNMEKPLVIEPPNKKDDAPINKDMSPEPIYAEVKKTKIP
KETPGNNKAKQKAPKPERPTAEKPDVSIPSKSVASPVDQSKSTTVSSQHETQVKPKLSQSAPAISKPVDPIKPTTNQSTT
KDVAIKQNKDQEKTVPPKPQEVKPISRKPTLSTGLNPNSDKGGFALKRSSSSPNINKLVEEESKVVSTSTMPSIPDRERK
PSIRPGPSELVTALTHSLRGVYGGKGRGLCGLRNLGNSCYMNSVLQCMFNMTQLAEYILTDSYTKDLNRANKIGHGGRVA
ESFSVLLRAVWSSKYEYIVPSDFKSIIGTINSSFAGYTQEDSQEFLMLLLDGLHEDLNKAPQSEYKEEPDNDALDDEEAA
QMAWKYHKKRNESIIVELLKGQFKATVKCLHCGKASRKFDPFMYLSLPLPNKSASIYDILKSFQRVEQMTGSDRWHCPNC
KTLRDAVRSIEIWKLPPVLIIHFKRFVHTGRWRDKIHTNISYPMTQLDLTPFISGKQRRPKYNLFAVSHHQGAGLDSGHY
TASCKSVLDNNWYKFDDTEVMRTSAPQGPTASILFY                                            



>Cint_ENSCINP00000024812                                                        
MPDMTGRPRSYCQAASRNILDSDVSRLGSTVTHPINRMEWENQPQTSGNVPSADSEEDDLQKAIALSLQVSNDISMEPGT
SSSVEHLEGDDLARALAESIADIQSRQPISGDASHRHKKDPHNLLRISKNWPVGLKNVGNSCWFSVVVQSLFHIPIFRNI
ILKFGPTEIDPSLNAETKRNLRLMQELRCLFALMITSNKSFLDPIKCVNILQEAFQTKSSDSQQDVSEFTHMLLDWLEDA
FRHIQETTQENDRRKERNNEFNITSADDIGVISDLRGPQKPLCNPVQELFYGTSKTVGVNRHGIRFEQEHTFGILPLCVE
GHKNLHESLEYATAKAHCETSQNGQEVWFSKLPPILTFQLSRFQFNQAIGKPEKIHNRLIFPSLFYMDRYMESNAQKTRA
RREEIKQLRGELSELKLNLNQLSNFTANEKSYHVAELLSICAEYATSKSSSSNMDGNASCGRRRGGTESPSNGLSPNKRS
KEEEDTNSHHESRPPSATSSSSYMSSSSEEESLMVRNILLKWQSDVEKKIADIREKIEEIQMTIDKMFDDPNERCFPYSL
HAVLVHQGQALAGHYWAYIKDYVNRRWLKFNDVAVTEETYDQLTSDSIGGVHSYRFYGNSASAYCLIYVDNRKMDLTECA
DDSFSAIASDPVLANLVNDHNQQLNNELECWDVERAKELSLKAEKREMESMAESSCKQNGAWNLTDLKNAVQKVGSTYNA
MGPEKALEEAISEEMSRLQDLSQQSDPITSDSRLQNIAVYLYRNKAPRKVIERCVLEQFTDERLRYDRRASDIMGCAQEK
LSNLSEEDLNEEKYQHWQTQYKSFCTSMCHLVDGMEMFRLRNFFPATQHFAAVYDHQFDPQEPQQGVDLKMLGRYCRISI
TRVHEEVMLKMQSPNEEDVYKGLKLMRKKLIPCISLLLGDGRRGKCDQDLQLADSIRGDWCSLLEQSVVVPRDTLSTALT
DFLETNPNAKIKQRPPVTKLSNLCQRFEQVMFSFLDAEN                                         
>Cint_ENSCINP00000024975                                                        
MTGYATHPRSSKVYGAQANYIRKPRSDFDTLPSRYTSTSSRLELSNIGSGSRNLIGDRPNDSTYSYNSYLSNSNDLVRPA
TRHRGSSLRVSSGYNSDTDYKYSSSESRRRTKRISYTSNFNLSSSSREKHLPNTMVATDTSSCSTPLKSDHSQSLRLEKK
DLVTMDGQPYKEPYVPSFSGSPKRSTPSPSRSLGKESGGNVGLRNIGNTCFMNSILQCLSNTTILREYCMDETYKGEINR
NSPMKGDLMRAFVEVLVRLWKPNGISHSPNNFKSKIQKFSPRFMGYEQQDCQEFLRFLLEGLHEDINRVRIKSKEPLREL
SHLSPQEKARATWSWYTTKDDSFIFDLFVGQLESSLECQECRHTSLTYDPFWDLSLPISKKMYSNEVTTITDCLDNFTRE
ETLDKDEKPICERCKVRRTMTKKLSIHKFPKVLVLHLKRFNEGSRYRQKLNNLVKFPVTSLNLRNFASKTREGNLPPTYD
LYAVSNHCGSCYGGHYTAYCYNSSSHAWLEYNDSSVNPISDGDVCTKEAYVLFYVRKEGSSRL                 
>Cint_ENSCINP00000025982                                                        
QGANASAALMKEIGIDQLPANERYFGLHNFGNTCYCNSVLQALFFCPPFREKVLQYRSQQNGKHGWNGKKDSLLACLCDL
FYNISSQKKKCGVLHPKKFIARLRKEYESFDNYAQHDAHELFNHLINSIHIVLLEEKTAERERRRLLDQQISSGVSIKKE
RHSFFSRMKKENRSSKSVSGTPETAGSTSGSLEAQNEDSSSSAAMSETPTGQSEDGLDDMTTWIHEIFQGTYTTITRCLT
CETVKNKDEDFLDLSVDIEQNTSISNCLRVFSNQQTLSGEHKYSCEVCRSKQEAQIEMRIKKLPTILALHLKRFKYCETL
NKYTKLTYRVVFPFELRLLNTTEDADNPERLYDLMAVVVHCGSGPYRGHYVSIVKSHDMWLLFDDDNVEKLEPSGMEDFY
GVTADKNSESGYILFYQSKE                                                            
>Cint_ENSCINP00000027370                                                        
RGEQSLIGIQNQGATCYLNSLIQTLFLTPEFRE                                               
>Cint_ENSCINP00000027876                                                        
MTITKQIADDIFKTSDSSFENRVNSATKKFLLQKIEFVEAEHPYSLNLNQLKSKYVLLSGSLKRDKMNGVKNNGEVKTIE
GIPRPKSILFPPEKLELLWRKSGRVGAGLVNLGNTCFLNSALQCLTYTPPLANYLMSNQHRAQCRVNGQFCMLCSLQHHQ
SASFGNGGKSIRPMNILKNLRIIAKHLQFG                                                  
>Cint_ENSCINP00000027993                                                        
MDVQPFVPQDTPATSTNHGVCGLYNLGNTCYMNSTLQCLLHNS                                     
>Cint_ENSCINP00000029609                                                        
MKRRRNFDNCRSPSPESRRRQPTTNTCKTNQITPTTLSSKSLKDFRKAKSELRVSPRSPNEDGKENTSPEAQWNKTLNKH
SFYGSQQSPSHEMNNNPPTITPNKYRTLTPVKPSSVRRSLSLGNPKPEVVDTKKPTSSFNDGNNNNESAKEFVKPLGDSG
NLLSTNHYGGFQNLGNTCYMNSVLQSLFRIPPFQHDLLYVKGKLNSRLYQDSLLVSMVNLMKHSGNSCLEKGVLLRKFKR
AISSNALQFNGYAQHDAHEFLRLCLDVVQANVTQANKEMMEVVDCPVVSNFSFKVKQQVTCVRCKSSSNTEEEFLDLPID
LQHRENNNSVMSLQNLVDLSFGLEEVEHKCDKCGHDKANVGRKISKLPRVMMMYLKRYSYNHTSDVSEKLRERVHLPSFI
SFGHLCCSDVTVTVPQKYKDINDIINGNNDSVEMMGHTNNNNNNNNNNNEPEKLLTFNYEDSECNNNNNTPGGEMIGDEE
EREKFELERAIQLSRDQYFNEHKTDEDVSTKLTEDQQMILAMQLSMQESFDDNDSQENMADLTCSNESDLIGQSNCKGEL
PHSYHVVSIVSHKGGSSKSGHYVSDVLNPSGDWKCYNDEFVETINE                                  
>Skow_XP_002732713                                                              
MPAEGKKKLYVARSMEELNKMADHQLVKGWNIKNYCSSASKVFSAAEQQFKLGDEEKSYVLYMKYFNIVKQIHKTKEYKA
DKKFFTSLLGQSSSIIAIEKAEILAEHLNKRYSEFQEEEELRKRIEDEERMKLETENDEKEDEKNSNHESLEIVSTCAEG
EITPVQLYSLFEDEDASVLLMDVRPATQFEVSRITHRQCINVPADIIKPGTLTSAIEKGLSTDALELWNKRGSFDYIILL
DWDSDLSSVTVGSTLHSLKDAIYKWDSVVIVKSKPLILEGGYDAWLLHYPQFTTNPSIPRPPKYREVAAITTLLDFDYPT
LEDEPPKKPLTSSESLHENFNGSQSKDLVPGIPSSNSLPAVAPMPQFDRSNKPKSSEPSPAIHSVSMPQLKSLSLDDQSA
TLTRNPSVDRSKKPNLSDGVVNDTGKSPEEEKSNIMEEMRVQQRELEERIRIEKVRIKEAENAAKNQEMRQKQEEEKARL
EKLRQQAEEMRKERERKERELDEAKKRAAQQQEDRVKQEKENALRKDAEMLAKRKDAEMREKREAAKKDAEIIARREAAK
KQEEQEKTEQEALRIKAELADQEEQQKRXXXXXAQEIEMRNREIELERQRKLREEELERMRKAKEDDEQRKKLKEEEEKM
QQMKEEKIRAEQEAIKIKQSEQRLKDEQEQLAKQQAKGMKKVQLPAGWEKKLDSNTGRYYYIDHGTGTTHWKLPDTVTQS
GKPRNRDLSSYKVPLESEPKSNLKRSHSSPNVAQLVDSDLRRPTPQFDRSSKPLIRPSRPNVEIRTSDVSAAQVRNLNPV
FGNQGRALTGLKNLGNTCFMNSIIQSLANSTPLATYFIEGSYKYHINRENKLGRGGKVAEEFAVVINAIWSGHYRSISPR
DFKLTVSKFVPQFAGYEQQDSQEFLLFLLDGLHEDLNRVKHRKYIEEKDNTHLTDDQAAQLAWNNHKRLNESIMVELFQG
QFKSTLQCLFCQKKSVTYDAFMYLSLPLLSNNRCSLYDCVKNFTKLEKVGGADKWFCPKCKVHREANKRIEIWKLPHILL
IHLKRFSYEGVWRHKLQTDVDFPINNLDMSSHVIGPKKRSSYNLYAVSNHYGTMDGGHYTAFCKNAIRQKWYKFDDTEVY
EMPTRNVKSSAAYILFYTSIELPPPAMHTF                                                  



>Skow_XP_002741700                                                              
MFRVSGKVKHTGLDHGQSKWKEGDIHIFNERGAPFILFKPKFGTQKTYPLKNNVKSLSEASTNRRRIIICLRNGNSIHLD
QANNPDIVRGMSAYLNELKMDSQPGSSRFSSMTPVKTMISKGEPNGQVFSPQQTTFTPHKRPMSYNFSRSVPPKTSDEHK
KNKENKGIVRITSPRSERKALSERKISSTTSSHFLEDFNEKQKQLEEKTTSTPKLAVGGFYNNRGQQMVNYGRNNTFLSL
RNSPVKSRRPLGFLSDPSHLTKSQRLSENYEGWGNKNKLVTNKTSQVSLQGFSNLGNTCYMNAILQSLFGLETFANDVLN
GDIFKKMPKTSLYRCFAYLLSVRRSSKLMLSDERSLLLKRVKLAISSSAERFSGFLQHDAHEFLGQCLDQLKEDVEKLNN
DMKEDFEAKITGDDKPPVYHSCPVTQNFEFEVCHVITCNQCNEVVTKTEQFYDLSVDMPKKRDASEIKSIQYTIDQFFRD
EKIEYDCSECHYRQATVTHKFTRLPRILILHLKRYSYNLSTLKNTKLAQNIRIPNYLTLSLHCTTKTEVPLSAERKPVLC
SVVKQENNFQSKDCTDAVPAVRKRLYSDSSRSEDNKSRFNFKRVRRKSDDSDRTEENKDSEDLSKLSEAEQVAKVLEISK
QECANPSLLSLSEEQQVAAVLELSKQEMSHCLVSEEMKENEIKATLKLSEQASHEVSLTDLHSRVIKDESNCDDLEDHVE
NGRESHDDSLRTQIKELDRRNITGKIENFEMQNAGKNKNTDSVLNESNHKKPCIVNEQVPLKRPILSDTDDSDYCDVKLI
SPVEKKVQHGTYTEMKMAKLLLIELFVKYDMRQMCSGSQNNHDSVSNKDHKKNIVKGHLSLKRQFLSDTDESDHSDAKLI
SPVKDENGETVTNGIAKRVRRGTYTEDENGELYIVDNDQAGNDSDLQKAMEASIRDYHSNNEEDEDLKRAKELSLQDFEN
TYHETDVSMDTDDTDEDDEMMYSEELMASLKENEQTGNLGNSYQLVSVVSHFGSTSSMGHYISDVFDTKKHTWMSYDDTE
VESIDQSTVHSRSRQKSGYIFFYQSKDISRV                                                 
>Skow_XP_002741548                                                              
MTVESNVLQQHALQNQDQIINQLKEITGIHDVQTLQKAYSVSHGDVSQAVQLLTSETTTDAAPTQVVPVGEVSDPTPAIP
DVQYGPKTKSQAAGVIDLTNEGDDKADLRRAIALSLQETQTPSANIGVSAEEQDISRALEESLAETKHGAKRKRGEGWFV
DPLNPHERQRENGWPVGLKNVGNTCWFSAVIQSLFHLPLFRHLVLEFKPIHPKLENATTPEDIVVSSNGVDLSFPFILIV
QGTTLSETCIVIHVPAFLNIILIWCNCGGRCQILPTVKECVCCREITVVDAKCLEAVFEFGLKKDCNASRNIQASNVLV 
>Skow_XP_002739115                                                              
MADQSTSENTPESPKEGTTPTDLWNCCLMGPDKMDVVPSSEDQQLLTLSSTQTYDGQAVAGLEAGNSLAPVSDYPSSMYG
PYLPDEVEHLSTDVKDGNAEVGVCGLKNLGNTCFMNSGLQCLLSCPSLCCFLLEEEKIPKDSLIEKFSALVCKFWSGEYS
VLHPSEFKETLGFVHTQFKDYRQHDGQEFLALLLDSLHEELNHAKELHNEEDVSEVSTDAGEKETEESTSDVLEKNEVEE
ESEESRSEMSVSEQEESMDTSILEDSSTQDNVINITKLPSIEEFYMKDVKTLNTNVLREDSPTPMIAVDSDKFPKNDKSP
TSKQKSPLKNMVENMNDTSPRSPRFKKTNLPVDKKNRFGNLGGEEVTGKITLQDMDEERDLESIKRMKMDDDDGGTILKS
LLLQGRDVIREGPYDVFNVSQDMEEVQKMKDIVMCRRKDTNLYANTASKFPISANNESCNNTFNSDEKLGKFALEPFTIE
RNLDYKKTETLDIVVESIAGCSQDFKALVKDATVCKHIPFANNQTILVDKAALSKNPCSSALTTDRVGVNEQRASREEIE
FFEAEKEWHKYLQRNRSVIIDTFQGQFKSTVICSSCDHVSVTFEPFMYLSLPLPHGMERQIAVTWVPLNRLHYPTRYLFN
LLKMETVRHLRSSLVNMVFGGNVPPPNDIILAEVFDNHVARILEDGTHLRYVNDDYRMIYAFEMSPKPESELESQQIHPN
NLFSTFSDFAMVETGNPGCNWNMKNDDDVITEAGDVCTTVDDVIVEGDDISSRSDKLEDPHCEAGDVVMQSSESDTAQGS
DIFSNIGYFDSNLYSHTCTDGPASSECIGASGDADMTTDISAIASTSQTSDTSAPIDSPCTDNKNNEINVRTEDFNTSWV
PNNADMKPWSDGTLTQNNTATTSTVASGGISSDWRSCAICLEELPDHELLTHMECGGALCHICLEVCTIEVNPAEDFVAA
PPSNDTKSSRRVLTLPVQFRYDYEEDGQLNTLVESPFNVCPAFIKLVTSSVKPRKEIKFRKFGRMKLFGHPSMIYMGNKV
QGEVLFSAIERLMPYQTPYKVVLTDGQGYHCSRCMYNLHCNGCELVREVEITLQSDDHLTVVCADVSTTILQYSQQVTDH
ESMKDLRSTEPLTLQECFYAFTESEILDEHNPWYCPKCERNQCARKTLTVWRYPDTLVVYLKRFVFHELCSTKLDNKVLF
PVENLDVSSYTSGPTNGQSLTYDLQSAVCHFGGVNAGHYTAFTKNPLTNQWCYFNDEMTTKQEPTSEDAASVYVLFYQKK
GIQHDFYSALRSIVKQEFQTENSDSATAETREGCDLNHDEIDLLLQQLQSPIGADTSCAAVIPGCSKQSSTGATSCATVT
GLDIKF                                                                          
>Skow_XP_002737322                                                              
MLPGESNQLVATEVSCVADAPKILCIIRDTTNPQWQTCNITINLPASCPCRELHDEVARHANYETDSFSLVWIRGGQDTD
EILLNGLGEKTLLECGMQPNKIKNYLQIRDRDGEQPIPIPVSFVGLVNQAMTCYLNSLLQTLYMTPEFRNALYRWEFDAT
EEEEMTSIPFQLQKLFIQMQTSKKKSVETTEVTKSFGWDSSEGGPIESVISACLLPQQSTKKPCRYITGGTLFSAWQQHD
VQELCRVMFDALETKFKNTEQSDLINQLYQGKMKDYVKCLECGYESARTDSFLDIPLTIRPFGSTQSFLSVGQALHAFVQ
PETLEGSNQYFCEKCNKKCDAHKGLKFLKFPYLLTLQLKRFDFDYTTMHRIKLNDQMTFPEIIDLSHFITDDIKNKVDAD
SNTDSGAENEDSSHSNNSSDCQQDGVDEGIDIKSTNSEMANEQSSASSEMANGQSSASSEMANGQNSSSSEMANEKQSAS
SEKTNEQSKSQQDKGPSYELFSIMVHSGSAAGGHYYAYIKSFTDGQWYCFNDQHVTTITQDDIRKTYGGSVSGYRGYYSS
AYSSSTNAYMLMYRQVQPDKNKAFIKESDFPPHIVSLVEDLKQQEEIEKRQRELDRNTCKIKLFGFNSDKNKTLERKLEV
HKDKTLKEATELAHKLLELDDVPLELCRLIKYDEFHDSLEKSFEGEEDTTMGVLLGGVKSTYSFDLLLETRRAEQTFQVY
KPGGVTVKVYEVDILADIIHPPITVRAHLEQTVQEFKQLLAQVTGKNNEMRVILERYYNDLRMLTVPNKTLKGEGFFRSN
KVFIECEDIEDALLPLLESRLYEIIDRHAHTIRVFISLPHTVPDVDDSDAMQVMSEEHAVNIAQDHHRPDSITRERPDTI
KDILQSNDDITTDVVRSVADKLSQLNSGSTDRTIRDDGTDQSAGENCSNNGTDTVETASVSDSDHNNQNNVESTLATVDK
AVLNKENVASGDHNSSTITGASTRSSAACTQDAIHGEELMFSDPLKVTEQCKIMHSVDDTAACKQRGIDSMQEISTRARS
ASAPVQTAKYSDSEINSEVSSVCDNCNKVALPVQEVQLCASGKETLSNTVVDNTEAKEKRNVKSKKKSYIKIEKYKHDDS
VLMVCLDKRVSLGILKKSLEPYVGVASPDFKVYRVYPNNQEFECVRLNENLTSYGDDSKIAVRLGRALKKGEYRVKVYQL
LVNDPEPCKLLFEWIFAKGMTVLESKQQIIEEMNRMYDTDTPVERCRMRKKTWKNPGTIFLNDQIYEDDIPIYSNWEIFV
EILPEPEKMMSMAQLSLFSKRWRPSDLSLDSFQEIILENSTVEELKKRLSEVSGLDPEVIEFAKGRGTFPCEVPILDMQT
ELEWEPPVLLLNVNPLYISDDGQVIYYRDNREELKEISDEEKKSIQKKENAKWVNSTQRVTYSPKKERALKIYTDSSPPT
PKNED                                                                           
>Skow_XP_002737245                                                              
MFEGLFGDEDDAFSQSFAMGDALTEVNGKRFPAPSAPRRPCGLCGIQNQGSTCYLNSLLQTLLYTPEFRESLFQIGSDEL
GELSEKDNPQAKVRVIPIQLQRLFAQLLLLDQYTVSTTDLTDSFGWTNNEELQQHDVQELNRILFSAIDNSLVGTSGQHL



ISKLYHGSIVNQIICQQCGKISERQEDFLDLTLAVCGYKGLEDVLYSCYQEMELLSGSNQYRCEKCNKLVNAKKGARLRT
LPPILTLSLLRFSYDFVKCERYKETGKFTFPLEVDMSPYCENTLPAESTEYELFSVVIHKGSGYGGHYHAFIRDVDTLGK
WNSPEDEPIHIASDPSSGKIDYIELGKPDEVLSAILVQEGGPHCNLTIDKLCQFLKKHDETFNFSPTTNSVSLKHTDKKS
ISLATVTMETSCEKKLQENEQLAAEETFDEIWVGIYREPSPPPLDGHAWYDFNDSRVFPIKDKDIQNSTREKKVHICCFI
EKIFKEAK                                                                        
>Skow_XP_002737076                                                              
MVSKKYYKTTTCIIKKQSFDSRNCPYLDTINRNVLDFDFEKLCSVCLSHINVYACLICGKYFQGRGLKSHAYTHSVEVDH
HVYLNLHTLKFYCLPDNYEVIDSSLDDIKYVLKPTFTRLQIYHMDKTSKLSRAYDGSTYLPGVVGLNNIKKNDYCNVILH
AFAHVPPLRNYFLREENYAHIKRPPGDIMILLSQRFGELMRKMWNPRNFKAHVSPHEMLQAVVLCSKKKYQITSQGDPVE
FMSWFLNALHIALNGGKKKNSSIVYKTFQGSMRIYSRKLPPADVEDLEKQALIQSEEYQDTTSDSPFLYLMLDIPPAPLF
KDELEQNIIPQVPLHTLLSKFDGISEKEYKTYKDSTMKKFELTHLPRYLLLCIKRFTKNIFFVEKNPTIVNFPVKNVDFR
EFLCKDPEIQKKHKYTTYDLMANIVHEGEPSKGTFRAHVLHKVKHLLLVSPDYYW                         
>Skow_XP_002736998                                                              
MGPNASALEKEIGSDQFPPNEHYFGLVNFGNTCYCNSVLQALYFCKPFRDKVLAYRAQPKKKETLLTCLADLFNNIASQK
KKVGVIAPKKFIARLRKENELFDNYMQQDAHEFLNYLLNTIADLLQAEKQGGKPKNGNDNQIKPEPTWVHDIFQGTLTNE
TRCLCCEAVSSKDEDFLDLSVDVDQNTSITHCLRGFSSTETLCSEYKYYCENCCSKQEAQKRMRVKKLPMILALHLKRFK
YMEQLHRYTKLSYRVVFPLELRLMNTSDDAFNPDKLYDLVAVVIHCGSGPNRGHYITIVKSHGFWLLFDDDIVEKIDAQA
IEEFYGLTSDLQKTSESGYILFYQSRDGT                                                   
>Skow_XP_002736860                                                              
MEYPQTEEQYSADYTEGEEFSQNGGHVEAPLADEYSMPATPGESHPVVEEFTEEHPALDPNGGVSLTTPGEYHEMRSILA
DGGDRFGVCSVAFDLNEELLWMGNQGGHITSYYGLDMQKYTSFQIHASNEVRQLLTFDNGVLALTSDNLRCSTRQGMRVF
ELTGENIHDMQCMLQRNASRLLIGGHHTKLIEVDLITGQETDQYEIDDPGVAILRMANTISSSLLCCGDTSGKIILRDPQ
SLKKEHVLEAHTGTLSDFDVHGNQLVTCGFSNRSSYVHLWSDRETATYNNFSQPTQFADPVEPLPPIHINDEMTPLSTVP
MPFCNGPLLSDWASEYCVAVTRLATRNAKTILSPSHRRPPPIDPEILRTMNMVQFIGYAPNLGTKRRNQVEYREVTFANK
NKGGKTVPQSPIGRDVDPQMYMVPKKYRKVEIKYSKLGVEDFDFKHYNKTNFAGLETHIPNAYCNSMLQVLFFIEPLRCA
LETHLCSKEFCLACELSFLFHMLDHCKGWTCQATNFLRSFRTVPEASALGLILADAEESTGKANLRRLIQNWNRFILQQI
ELDTSEQDETAQALPPTMVRSTFGGSTSTVQIKSLKCLPDVLVINCQIETVKDLEFWKAQQEYAGVVIDDNATEKPLSKP
CRYGKGCTRKGCKFNHEITEDSLERLVFDLADMGVEETKKSWVPYGLKMKLSSDRTLSVEDIFEENVGAVGEEYKIYDLH
ASVVHIQDIKTGGNLAAHILVGPTYHKRKEGVTHSNWYLFNDFAIAPIDKHEAVQFNLEWKVPCVLYFLRRDLNEDYECT
ITSPIKASSLLAEPSMAKAGMKQHIAFTPLQASELPEPGDLVGLDAEFVTLNQEEAEIRSDGTRSTIKPSQMSAARITCV
RGQGPSEGVAFIDDYISTQEQVVDYLTQFSGIKPGDLDATMSSKHLTTLKSTYLKLRYLIDQGVTFVGHGLKKDFRVINL
LVPQHQVIDTASLFSLPKQRIPSLRFLAWFFLGINIQGVTHDSTEDARSAVMLYKKYKDISNNGEDRENWEATLKNLYDK
GRKMGWKVPDDE                                                                    
>Skow_XP_002736494                                                              
MTIDVSLKKELSSHRSKNKDSIPDGLDQRIVSSSKQVLLCKIDFTPAEQSFSYSLSNLRTKYVSLNPKKSNLTEGETDQR
RKKGNKMGTGNEKTAVEASDGIPKPRQTLFQPDKVRLSWHKVYRIGAGLMNLGNTCFLNSILQCLTYTPPLTNYLLSQQH
SQSCREAGFCMMCELQRHAGRAFHQCGSAIRPMVIIQKIKNIGKQFRYGHQEDAHEFLRCVTEAMQKSCLVGYEKLEKHS
KETTLVHQIFGGYYRSRVQCNKCQEISDTHDPFLDISLDIKHVPSIIKALERMIKPETLDNDNMYMCK            
>Skow_XP_002736019                                                              
MSFFRVSSKDIGLLGGVAAAFAVGLYVFWGPQFRVTHTRKKKGKCPGLVNQGNTCFLNAILQSLASCPSFVSWLDDYINS
HSNDDCSQYMAYTLIRIMKVLCNDSQNSDDPYNPVEVLNALRVRNWVISWEEQDAHELFHVLTTTLSEEADHFTAYPSLL
DVGKLEATCGMQDRARSRCQTQLLKLPGNKMEHPFGGSFASQLTCKQCGYKCPIKYDNFDSISLSLPPRSSGCLSLESLL
HRFIMSEIVEDVECSGCARQLAKYTRLATKKNGLRNDRIKPKATFLKQLNIGKLPQCLCIHINRRIWLSNGMPMKREDVV
QFPEVLNMDHFRYWPQINNKKGVSHSPINEKHSPIEQFSMECNYRLMSVVVHRGDAYSGHFVTYRRIPTALNEVPSNKWL
FTSDSTVRKVALQEVMSSPVYMLYYEKIHSR                                                 
>Skow_XP_002735943                                                              
MAAVEVLHAFQDSIKVPQGGEKIFKDECCFSFDSPESENGLYICMKTFLGFGKDHVLRHFNKTGNSIYLHLKTIKKLKPK
TEAKEDPPKKKPTRLAIGVEGGFDVEDEEEFEYEEQNSVVILPDFASIPLPNAALPEKVQSCIAGILSAQSASKNEEIEA
WDGETRIISKYADNLQQLDNGKKVPPKGWKCEMCDKTENLWLNLTDGSVLCGRRYYDGTGGNNHALDQYEVTKYPLAVKL
GTITPRGADIYSYDEEDMVEDPHLAKHLAHFGINMIAMEKTDKTMTELEIDLNSQLKAEWDTIQEAGKKLVPLFGAGYTG
MQNLGNSCYLNSVIQVLFSTPDFINRYANGCELIFNQTPDDPSRDFNTQIAKLGAGLLSGVYSKKPSSDGDADVDKLQEG
ITPRMFKSLVGRGHPEFATNRQQDAQEFFLHLISLIERNSRGAQNPCDCFKYQVEERIQCVQSGQVRYKKRDDYLLALPI
PMEAATNKDEVAAFQVKKKEYEEKKMVLKNDEIVRPRIPLSACLDAFSAPEIVDDFYSSALQAKSIASKITKLATFPDCL
VIQLKKFTLSEDWTPKKLDISVDVTDELDLSLLRGKGLQSNEKELPEEPEIDEGVVNQLVDMGFNREGCRKAVYHTNNQG
SEAAMQWVFEHMADADFAVPLQIGGAKKSSQPAVNEEGVMMITGMGFTRDQAIKALNSTNNNVERAVDWIFSHADELESV
AMETEAPGPQYRDGNGKYKLVAFISHMGTSTACGHYVCHILKEGRWVIYNDRKVAVSENPPKNLGYLYFYQRV       
>Skow_XP_002734761                                                              
MDKILQGIAASNHPDNVKKFLIQKFATSANKPVNPEVCKSILTISANWILQDETAVLQEMGRVVFQAWAKQNLKIFEEFF
HYSYLVNVMSCAVLNPKPTIEFIHDSIRLLRDKTPVCKVIQTRAISLARDCAQLDVCAALCKLMIEFPECIPLGDFGAAY
CVTLIQAVSRVEFPNSELALKTRFKDVNAIGTLLFKIWHSDFSNIMPSLREIFTILTRIKRDGDDLPREPSVALGCLAQY
VPVEMISLVTKNAASDPSVLDANMTVALSRMIDWLSWPAVKIIDKWIVAFLRSLASVQKFTILINVTVATVEKVFSRLYY
PIVRSSALAVLTHMLLSFQHSPEAFHKVVGHLSDLVGFLKKEDSTSSRDCLSRLSELFHCMIYQHAGYPDLYEPVLEAFK



DYPKPDNEVIKRKLKSNAWTSQGRMIFSDYSKFGPKSETGKTGLVNLGNTCYMNSVIQALYMGDGFRREVLSYSPLVQQR
VMPNIQNVFAFLSNTQRSAYSPSDFLKVSRPPWFEMGAQQDCSEFLKYLLDRLDEEDKENRKYEMSLRRAKEKIQRVKQT
QNVAGNSEEGGDDQVVPSYTAQENSEVNVCVEPSTSMSVDGGDMATQGDVSVMMDTVRPSEAEVPSTKDTKISSASAHCQ
RGILPKSQHDCTSEEASQDTSSSIVEKYFGGKSATITRCLTCNHVSTREESFIDLPLAFPEKSKPNAGSNHDNSCMKGGQ
GEIEKKDGDENNCTFTEKKDVEDKKDDVSDSQRNTVALEDLIGHFLAPELLEGENQYFCEKCKSLQDAERFLEIRSIPRF
LILTLLRFSYDVKLHTRSKLLTDVKYPKILDLPMRGMHRKKDSMLDKLTMHESNTDSESPSLKRRCPSCESGDDLLVNDK
SELRNYALSSVIVHSGVSSESGHYYCYARHTTPPPSPSATQTKDTESKADDMDDLPDHWYLFNDSRVSYSTYNSFSNVTK
HFSKDTAYVIFYKKIPTSDEKSQAVLNDPPLSRQLMDTVAKDNQLYLQEQELEARTLHLQTSRVAAGASYRQRRFDGDDD
DHGPPGSCGGSGTGGFNVPSNRFIF                                                       
>Skow_XP_002734273                                                              
MDNCKHVSKLRLAQNHSILNPQKWLCLVCGTTESVWACLSCPHVACGRYNEEHALKHFEERHHPVALEVNEKYVFCYICD
DYVLNDNSAGDIRLLRTTLTAIAAQNLEEKSTRSGRVRRPVTPYPDTTESPATERQLHMEDRAYTALYHRRHILMKKIFT
SWRSLISSRQKKMKEQPPPKQVSICTANNAVAISSKIKNSTSSLNNRKRPISALAELSSSASKRKWTSITPGVTGLRNLG
NTCYMNSILQVLGHIEKIRDCFLNLDMPDILLKKGIDNRNGNGKKKIYARQTTVECYKEVETPRNKHRNASSSQRQSASN
GGLSGGSSKGVENWKYKDPKTLKRNVPLCHELHALFRVMWSGKWAIVSPHAILSSIWRLIPSFKGYSQQDAQEFLCELLD
KLNSEMHFAVSSTVVSPNPRSMLTPSEIISSSFQGQLVSQVTCLECLINSNTYEPFWDLSLEFPERYQCGRGNELSTDSC
HVTEMLAKFTEVEKLEGRVYECDYCNSRRRRVSSKPIIKTEASKQLLITTLPQVLRLHLKRFRWSGRMHREKINVHVDFS
QRLDMKPFCSPSLGCEPLDYEYDLAAVVIHHGRGFGSGHYTAYCWNAQGGFWVHCNDSRLDLCSIEDVTSCQAYILFYTQ
KKLRPNICSPLIEDRDVEMTISGNTET                                                     
>Skow_XP_002734058                                                              
MSLILAQYKPSIKVVYPYRFYVGWLAGWPSRTVIFSTVEEGLVELSFGDFSGLSAEEYDKLFGALRKPLSNNKVQFPWNE
EEYIQSGIEALSTDDEGSVADHTQLNQYVVIHCANAVHNIAPAQLTDKTVINTQPICASTEQSSHCNPAHGNDKQAIGNT
VNNVQNDKENSFESSKDVYSSFDNGDNDNNVNSSETSLYGNNGNDKPRRRNKKKRDPNYYQKYYENPNSPNHGDQHDGDQ
TFKENKQRFDYDRNQEYLQEKTTNSTAPRNDIVLPELPAAHRKDDISQKAAPAPKDIELQAVAVAPGKDIVLQDLTAANR
KDIVSQNAAPAAPKDNVLQNVSKNNKVPKLEKVTQTDEFLVSVTQEPVLTITEPVLSQSVHTQPIPTRTSTEQEVISANK
PTEHVLPTEIITQETATDANNKVLEAVAPVDVSCQGMPKDNDKLTGCTDKIETVNITSTHAITDSTMHIDKGESNTHNAL
GATQDAPVHSESLSEIPKESSDGKSEEPLPVSVQEENNANDSNKPKVSWAGLFKNTAVSSSSPVAYVSHVNSDPPKPPPV
AKKALDDVSEEEMPVAPEDDKRANNLGEFLINVKFPYRALALQPRGLNNVGNWCYINATLQALLSCPPMYNLLKSLPVTP
LFRRGPSCTPMMDCLAHFVTEFTPMPKAGGVKRTAQDLRPGAPFEPTYVYRLLALVKSSMSTKGRQEDAEEFLGFVLNGL
HEEMLACMQGDASAKMNGPSSAVNANGPSDGEVTAVNNDDDDEEEWEQVGPKNKSSITRAANFSKSPISEIFGGQMRSAV
HQHGSKESATLQPFFTLQLDIQSDKIWSVKDALQSLVSRETLHDYTSSKPNKLEVETIRKISLEELPPVLVLHLKRFVYD
KSGGCQKMTKKIDYSVDLEINKELLSSNVRSKLAQTQRSYKLFAVVYHHGVKASGGHYTCDFYHPGINGWVRTDDSNVHA
VPIPSILRPMPPKFAYLLYYRRCDLI                                                      
>Skow_XP_002733899                                                              
MESKMKGTLVEGTIPKLLEGKMISYIKCKHVNYMSQRTEPFYDIQLNIKGKKTIMESFQDYVTPETMDGDNKYDAGDFGL
QEAEKGVTFLSFPPVLHLQLMRFQYDPATDTNIKINDRFEFPEKLNLDNFLQNKEPTPALYTIHAVLVHSGDNHGGHYVV
YINPKSDGKWCKFDDDVVSRCNKTEAIDNNFGGHEDDISVKHSTNAYMLVYIRDSCKGKSHNMAISAGEDLHRELPRRQE
AQRRKERSEAHLYMTVNVITEDQYCSHQGNDLFDADKVKFRSFKVLKTSLLFDFLEMMAQAMGYSLDQIRPWPVSQRTNT
TYRPAMLDMDTDIHKTMYDLAEGDSPYTVFLETVDAESGADALPAFDKDTDVLLFLKLYDAKTKSVSYCGHIYLPINTKV
YELLPVLCERGGFPIGTDLLLFEEVKPNLTEKIQDYDLPLDKALDELMDGDIIVFQRDDVENEQSELPTAKDYFRDLYHR
VEVTFCDKNLPNDNGFTLTLSQRMNYFMVAKAVATKLNTDPMLLQFFKNQGYRDGPGTALRCTYDGTLRDLLSGFKHRQP
KKLYYQQLSIRINELENKKPFKCVWVNHKLKEEELMLYPDKGDSVVGLLSEARKHITLADNGTGRLRLLEVIGNKIYQIQ
KDDVFLDCLNPSGNSKTYRIEEIPDDQLKVKEEEMLVCVAHFQKEVFATFGVPFLLRIKQGEVFTDVKTRIGSILGIGEK
ELDKIKYAIVVMGRPTYIPE                                                            
>Skow_XP_002733595                                                              
ICQYRQHCLVAAGGSATATVSSSPAVAAEKLKAGLRKKQSRNEQLPVFKKLLAKDRILMIPYSQHQTYLTTVLQVLRQTL
PMHQLLQETIPCSHLYIGGQTKPKPSCVYCILDALFFTNGTTTNAVKDGFASEHFHGNRTFNTEREFDALEYFMAVNFKL
QGLFGSDVTDSLFSIFKREVSVCSGNPSHVSAPKITNMLGVSFQGPQEITFSLEEAVKAFFKTEETVCPAPPCGCPPALV
KNQSSITSLPATLMVRIARFSETGLKNSMANVLIPHALMVQSIDEVISYRLYAVISHEGPSIKAGIFSVSLMLEEENKVN
CHHLHKNRTSCRNVTDQTYFENADSHPYMMFYQAQKEWAFPPNVKHPFFIDIDNNKTPSENPSSSQELAGGDGEVPVAST
SESASATVTASGDTPVHIPMSSSDKPGQWVVTQDGQIIFTGDAQAQKEQPTITIKQEPVDADLPITIKVEDDDSNQSSEP
MTKRIKIEPAE                                                                     
>Skow_XP_002732912                                                              
MEMPVTSLMKIDDSIAVNIKWGKEKFEGIELSTDEPPMVFKAQLFALSGVQPDRQKVMMKGAVLKDDTWDRFKLKEGSTL
LMMGTVAALPQEPVKKTLFMEDMSEEQLATALELPAGLTNLGNTCYMNATVQCLKSVPELRNALQKFKGGMTEGGAMLPA
QSITAALRELYTAMNTSSSTIPPIVLLQVLHMAFPQFAEKSEHGSYQQQDANECWTQIVRLLQQKLPGEGMAESNEAAPD
KSFIDQYFGIEMQSVMKCIEATEEEETKSSETLYQLSCFISQDVKYMQTGLASRMKEHIEKHSPTLDRNAQYQKESKIKR
LPAYLTIQFVRFFYKEKEGVNAKILKDVKFSTSLDMYDLCTPELQQKLVPMRDKFKEDEDKKVEEAQKVILNKKTRLEPF
SFEDDIGSSNSGYYELQAVLTHQGRSSSSGHYVAWVKKSGDDWVKCDDDRISMVTAEDVLRLSGGGDWHCAYVLIYGPRR
LEVELED                                                                         
>Skow_XP_002732911                                                              
MPVYKVNIKWGKEKFEGIELSTDEPPMVFKAQLFALSGVQPDRQKVMMKGAVLKDDTWDRFKLKEGSTLLMMGTVAALPQ



EPVKKTLFMEDMSEEQLATALELPAGLTNLGNTCYMNATVQCLKSVPELRNALQKFKGGMTEGGAMLPAQSITAALRELY
TAMNTSSSTIPPIVLLQVLHMAFPQFAEKSEHGSYQQQDANECWTQIVRLLQQKLPGEGMAESNEAAPDKSFIDQYFGIE
MQSVMKCIEATEEEETKSSETLYQLSCFISQDVKYMQTGLASRMKEHIEKHSPTLDRNAQYQKESKIKRLPAYLTIQFVR
FFYKEKEGVNAKILKDVKFSTSLDMYDLCTPELQQKLVPMRDKFKEDEDKKVEEAQKAKEILGKQKDKDTVAPIPMEVDK
NKKTRLEPFSFEDDIGSSNSGYYELQAVLTHQGRSSSSGHYVAWVKKSGDDWVKCDDDRISMVTAEDVLRLSGGGDWHCA
YVLIYGPRRLEVELED                                                                
>Skow_XP_002732260                                                              
MSAAYSGLSKTSSPPKKRPKLSLKSKRKNSTMPAQQKLTPLFNKQQPNGAISKENIDSRSDDESKILNTDENKEESKEYV
PPYTGLYNLGNTCYLNSVIQALRYCPEFNEGILEMGGDIDKYYSKQDENDKSETNGKDSQLPAHFHLVKKTKELLEHMLK
SEKGYVAKPTVDTDLAVKPQQLLETLRDLNPMFQGYMQHDAQELLRCLLSHVQDASQELRKIEKESRKAKLQQQANGHNG
NRLETVNEDGSLCEKLKIEQNGYTNGNGSASSCSTSVNGEVKTHKKSKKKRNKSKSPKKEKDNSVNMDSISYSSSLESPT
NTMKSTKKKKRLGLGRIRQAFFGKSKSKNKDGLQNGDIANGEGSLSPNGRLVREAECQTADDDDDDDDDVPADKMEDVSI
NDVGKIYSNKLRSRSSSTSLSEIDSVVSMDTVRTIESDCMELGGSETEIDYKVQVVDIVDKLFQGSLVMRTRCLECECST
ERREVFQDVSVPVQSDNGNNDEDDDGGSPRPPNLSLSWAISEFACKERLTGNNKYYCETCIRHTEAERTLHFEKLPQVFT
VHLKRFTATVNGYYQTGTVSKVNNPIATPTELSLEQWCTVNCEDSQCKYQLFAVVMHSGVSSSSGHYITYIKHSAKDVST
RADHRSNGVNGDLKEVMTNGATVQEIWYQFDDEKVIEMSDEEFEQQMSPATTSTCTPYLLFYKKIGY             
>Skow_XP_002730462                                                              
MGGKESKATVLPYEEAVKRVTDDELKRLKEAFKRTASMAGYMNKQMFVREVLGEGVPPKLADHIFQAFGGNTKGLAFKDL
FCGLVLLTRGKREEKIKLVYSIYSNDSSGLVHKDELESLIMASDSHLPQSLPALFFDSDRATYEQFHQWVTVNFDATTIT
RWLLQDGGAMGIRLSDESDTPTFYQTLAGVTHLEEADIIELEKRYWQLKALSKTGRFDLETFIPMVSPPVPRNLCEGLFY
AFDENRDNHIDFKEMACGLSACCRGPVVERQKFCFKIFDKDHDGLLSRKELEDMVAVLVQVRSENRPPKHVVSKDRYNIS
SVVDDILASHDSDNDSAITLEEYQIWSVKSALPTEFLSLLFQICHIVLGLRTTTRHEEGDIIMGWVDRESRKGLQQGLTW
YLISMVWWKSWKDYVFYKMTSSNQVISAQSKSKSLPRKTTSQTGQAWGTDRSLSQPSSPREANFSNNSTPSGSPKKAVNS
FSQDVPPYGRSPAHTGKRNSQPSVTIPVVPQKPGPIDNTTLIMPETRKVMMLTNEGGRLRKNATLVRGRDFEILPEPVWK
ALLSWYGGSPALPRNVIIPSNGDPTPELELYPLSVRLLRHQANQPRQNTWNAVIGGFSFGAGSYVGTSSHTNNTPAPPKR
YLAYVAAFSKMHTIQQVYDFLCQRLRIRNEDMRLWDLKDENNPVLLEEENHTLEHLSIQDNQQVLIEVRNKDMSWPEEMS
SLALKNKTDKKKNQVPTDKGATGLSNLGNTCFMNSALQCISNTKPLTKYFNDNMHQYEFNKTNPLGMKGHIAKRYGDLVQ
DLWSGTSKSIAPLKLRWTIGKYAPRFNGFQQHDSQELLAFLLDGLHEDLNRVQNKPYVELKDSDGRPDEEVADEAWENHM
LRNRSVIVDLFHGQLRSLVCCKECGNESVRFDPFTYLSLPLPLDNSMHLEIVVIRLDGTVPMKYGLRLNMEDKYKDLKQY
LSELCDLTPQQLLLVEVFGAMIRSLPSDGQKVRTALGGYLYAYEIPPPPQLTMSTHPKIISSETTVLSNSSQKPHVEPLT
PVNGLTPPEINAEDLNYAAKTSSLHRTQKVNGGIVTTGSTDTKVPNTTSSSSNGGLHTTPYLGNAFDGFVIAMHRKMMRM
DVYFLSSQKTRPSLFGTPLILPCTVATRQSDLYKAVWTQVSRLVSPLPPSENGASAKNHAQDCDDSLGYEYPFVLKAVQR
DGITCAWCPWYRFCRGCKIDCVDDDFAVGSAYIAIDWDPTALHLRYQSSQERVVADHDSVEVSRKLQTEPIDLDTCLKAF
TKEEELGEDELWFCSKCKEHRQATKKLALWRLPPILIIQMKRFQYVNGRWVKSQKIVKFPKRKFDPSRFIAKNAPTDLTI
PSCKNTPIMKQPVPNGIAVQTVDDELSESNKVNSETNTSSLSAVKIDNTKGSAENVKNKLCKDSPKTKRIRKNSISPLPT
RKHNSVSPLPPKKSSRDSLEVVNGRGSTASNISQQSNGSSTLSTNSLNSEKTDNTSDSKTLSPTASHPLDSSLLPVAAGN
TDIEDLSKPIYNLYSLSCHTGILGGGHYVAYAINPNDNWYIYNDSTCKEIKEELIDTDNAYMLFYERQGLNYSDFLPDVS
DKEPDTSSIDDEFESDFKKVCNIQ                                                        
>Dmel_FBpp0070738                                                               
MVKKRQADSRDHDCSTDSGNEDLHHRKGLGSPGQSDGATPTTASCQHIKKAVDAARLRRLLKSTGLLYECSQCQKLGKTA
GSAAGAGASEGAVGPGGNPVTFEFDNTLWLCLKCGSQLCGRARHKHALEHYQTPHSDSHALAMNTRSFDIWCYECDMKIC
SNLRKNLLECVELVKKLAQKPPTSTVTPSTPTISYIEEKLKAALEHLTPIVPMTGGSFDDSSSRGSLAAAGGGGGVGSSR
NRQVAIPMPPPEPSSGLSTSDSLTSVPGMAKRIDQYSATTNGNTGNKRLLTLETPRIENERLPRVRGLTNLGNTCFFNAV
MQCLAQTPFLLSVLKELSEPGEEFILPGGTFTIKDKGDIELPMIKGTLSSWGGLTAALANALEELQAGGSVFTPRKLFDR
LCVKCPQFTGGDQHDAHELLRQLLESVRNEDLKRYQRVILQNLGYKDQDVNSVSEEMRQKCKIYGNQAGDRILRPEQVFR
GFLVSTLTCQDCHNVSSRHEYFLDMSLPVAVEKPQPPQRRKPSPELSLTSSSSSVTPSTGQPTINTKFTDGSVNFTASSP
SFFLHAHEAASLGPSKSQVKKEKERQRKAKRAAKKRQKSSLNLNGNDSGNGNELAESVDQDDASLASLGAGDGQANDGLE
QTNGQTEDSTTSSVTTSEHSDADVEDNLVEDTAAPSTNNVPSSTASLTAPSKTYMDSNGNAQPPGEKRDDTPEHMDKDSL
EEDENDSGIATSPAPTATNSSTSTSATGNNNSVAGSGLSGSSGALEDPLAPASLVTAGLSEKGASVIRQVSVGAEQGASN
GTEDADGEAKAIEQPEKTPSQAQAMAQAQARTKRVRTQSYSDWSTTIAPRYQCEDGECSVQSCLNNFTAVELMTGQNKVG
CDSCTQRINGSDPKAKSVNTNATKQLLVSSPPAVLILHLKRFQLGPRCIFRKLTRPVSYPNLLDIAAFCGSKVKNLPNID
RKQKKLLYALYGVVEHSGGMYGGHYTAYVKVRPKVAPGDKRWKFLPHGSKAELDQDDDQLKKLEELLAKEKAREQHLKVL
DDSDDFSNSSSNSSTSDESQTPATPLEEQQTQQAQQPQQPQQLEEAANVRAPPGKWYYVSDSRVQEVSEDTALKAQAYLL
FYERIY                                                                          
>Dmel_FBpp0070793                                                               
MESEKILMAAGVTVAAVVGAFVFWGPSGSRLRQRRGQIAGLHNFGLTCFLNTLLQAMAACPQFIAWLQLYNNASPDRKSL
ITSMLNTLEVVNGTHATLRGDPYSPGAVLRALNALGWVIPQEEHDAHELFHVLLTCLEEEAIRPQPLGCLSDALPTDNDD
NSSLAGTATPVGGFRSFSSMAAGLGASQRIGDQPNRPSSAMLTDFLNMEYDESTSLQRLVRSEAHTPDSPASVCERDGND
RLGSVLLDAVSPGTPFGFPLVSNPDSLATPMLGGERSSRPRLPQSQQQQDEGLNRRVSSSCRSLERLHRGPGRVSIWSNM
MPSQVAHPFQGAMGAQIVCNGCGSKSAVRYDKFDSITLNLPPQRRTGLSLGHLLSEYITSEDLSDVKCDSCNETTTHTKS
VTFAKLPACLCIHVARTVWLPTGQVCKRKDYVHFPESLSMAPYSFVQPHLNSQAGTPWGSTMSLYSSSLPMNNGVGGGEG
FGTMFPKNLYRLLAVVVHSGEANSGHFVTYRRGSLRNAHRWYYTSDTIVREVSIDEVLSVPAYLLFYDRGQQRQLNLR  



>Dmel_FBpp0072276                                                               
MGTTKERREQSEGDAATTHLTTTATATTGAIVAAGVTTTLPATKTTTTAADTSTTNAAKKIRRTFSMPRNPFRWTRKFKT
AVAVTSSAGAENDNESGKNNGARERRGSHTAISSCVGGGRGRSGSIVSLSSYEAPFISSTNNNTTTASNGNNNNSSSSNI
NSKRTRALRRSSFRKFLNRIAQHLSSTVNVVSEEKHSPANRIAFIEIVPFYTGCWRRKEANKHGQPSVSGSSSGGGGGAG
GPGGGERVPPIGGYQWPADQTPGVMGLKNHGNTCFMNAVLQCLSHTDILAEYFVLDQYKADLKRRNKINSRKFGTKGELT
EQLANVLKALWTCKNESDHSTSFKAVVDRYGTQFRSSTQHDAQEFLFWLLDKVHEDLNTASKRRYKSLKNSYGRSDEVIA
AETLANHIRCNNSFVQAVFQAQFRSSLTCPRCEKQSNTFDPFHCISVQLPQLTQQTIFVTVVYMTRLPRQVRMGLRVPAG
SPIVALREQLQADTGIEGSRMVLVDLNAEGFTRVFYDTQPVETLSSIETIYCIEVPAATPVAKAATPSETGDKSAPTAVT
PSPAAAQSQADLLLLVANVYRAKDGADITRFGAPFSMKAPRDCSYQDLQKRMLREMAPLLKPEVFSYATPLAEMFRIRLQ
DPSADPDTYLEQVEHPLLTEMIDMALSVLSSEAGPQHIKLLLEWSSPEAHFISKQQDTEEAVVEHESVARLSASKPSDTA
ALTLEQCLEHYTKAETLSAEDAWRCPHCQQYLPVVKTLGLWSLPDILVVHFKRFRQHQSKGPQAAKLTTMVKFPLTAFDM
SPHLARGVHESASSSLGMGTGIGLGLGLGSNPWKKARSVDSRSSTLNSRCDAKDTRYDLYAVCYHQGDTLETGHYTAACK
NPYDRQWYKFDDQRVSKVPEDDIEQDIINNEAYMLFYQRRSVDAGECSGSSSNSGDHWVSRIAPASSSSASSTSGKEREP
VKLEENTESPAAVEVTEKAQSKPVDIVCQDKAKGTADGPDADQEQTTVPHDLQIEELAFADADVDTSLGETIKAEVNLAA
KDEPKKVEVEEATPIFAMDEDGSEARQEKKEECVKKEDELSEAPDVSELTAESKTNGHVSSSSSSSSSESSLSSRSSPRS
LSTSVTAASTLQSKFNGHMSAAPALFNGNGNTSQLSSSLQLSRHVLHNHQWHGSRSSVSAVENATQHQQQQAAASLSLRH
SFSTSSNYTETLSSLLRKSANTCSKDTLLFIDQQSHHHTAGLIEDDDDSYMGRSLWISPVTPHKLITVSPKN        
>Dmel_FBpp0072486                                                               
MASTSSSASTTAGSSGAAGGGAATPISTPSTPQPSGVSSGPGNNGNNNNNHHNNTLVSPSGNNNLMTPVQAFTPTGQPVY
NPPVYMSAHGGHPHAGAHYPAMIPAPMPSNHVYVNNVTANVNLHGWPHGVPAYMPPGGQHHYIGHGDMPQEQGNTVMPHL
QPVPINLAPQGGSPNPHGPRMGGGRMRERGRPRGGGPRRNDYHGPRHLQQQQLITLPPQQQLPPPDGANPGLQLQPDQIG
QQLAPPEAHMQHLQQYYAAPPTYAYGPYPSPYFTPQHANVQPPPNATAAQQATGTPLFISGPLMYNPAWFNHGGYIYPMM
HPAEYQYVPEDAGQPGVDERGAQPDGGMTQIWHQGPMYAEDFEALQQQQQQQQVAVHPNGGAVSVADELNHNSSSLPSSE
TSSMISPNYPIYDPQMHEMQHQMGVMQIFDDGQMAALQPIHPGAGPLPQYEDELAECGAPPPGPIPVAWTAAMPLPPDAV
QPALLPPPPHHILQQTSPLLIEQPAQLVQAQPPQPPTPTPQQQQQQQHQEQTADKSLTQNNNEVVALDEKLANEKQQQID
FHQQQQEQQQQQQQQQQQQQLHPLAQQQQQEEQQQPQQLQPLQTEKPPTKVPNLVVATVAPQLQQPPLQQHQQQQTSPVV
VSPKQQQQQSQAAHQNSYHDQHPLPQQQQPQQQQPQPQRKPSQQYNQAQQQQVRRKYSSEYNHHHHQHGSSDTGIQTTKT
MSWTNSAQHKKSTQSVSVTASPNSVNNGPGVGAAGKANYSHTTKTFTNQQHYQQQHYHTQNSYNNNSSGGGSSSNSSSSS
SNNQPQVRNYGTMKMPSSPVAWTAPTPERKNSQQAAAAPAAATASAAPVAITTVTTSTASITATPNQFQPETGSSSASPA
VAAAQQQQPAAQQHAQAAQTGAAAAPSKSHSNYASSKKHQSYEPVVLSSVVATSSSANPQPQLNLAPPAPPASQNSSDSS
QLSWASLFASNKPVAKVAPYEASKIAQQQPSHPVLQLAPPQPAQVAAAAPVAQLSSPPQNLPLPTAHQQSQLPAPVPAPT
APLVTPGALSYSAASAQAVPAPSPASASVKPLKPEPPRPVQQQLDEWTSKYAEYLTRHKTNLASISLRPRGLTNRSNYCY
INSILQALLGCSPFYNLLRSIPKQAAVLSEVKTPTVNAMMSFMTNFSSLPSGLRLRLNNLNKGSQSKGKDDFVGSDLQCD
MAFEPTEIYKLWNDSREEHVEGRQEDAEEFLGYVLNKLNDEMLEVIKLIDKPTPQQNGQEPAEPEDGGDVWQMICNNRNK
GSVTRQTDFGRTPVSDIFRGELRSRLQREGEHSTDVIQPFFTLQLNIEKAASVKEALEILVGRDQLEGVTGSKTKQEVVA
WQQMTLEKLPVVLILHLKYFDYRSDGCTKILKKVDFPVELKIDAKILGSKKTSQKQRAYRLFAVVYHDGKEASKGHYITD
VFHTGYSSWLRYDDSSVKPVSEKHVLQPHTPRVPYLLYYRRSDTLPPQQQQTQQQNGGGSGGVVGSSSSSSNAGDNK   
>Dmel_FBpp0072976                                                               
MEELRKHLSKVNVPCASGAGSPPIYKDECVYSYDNPETPTGLYVCLHSFLGFGEAYVREYADKTGNRVFLHIQRVKTIKE
GADMEAECAESEAGPERKITRLAIGVEGGYNESDMAKKYEIKDTYSIVVAPHLDKKLPYPDPELPMRVTQSVEAILAADS
AIAKLEKATLMGTWDGEVRQASKYADNLQQLDNGKRIPPSGWQCEKCDLTNNLWLNLTDGSIMCGRKFFDGSGGNDHAVE
HYRVTGFPLAVKLGTITADGKSDVFSYPEDEMVLDPHLERHLSHFGINMAAMKKSEKSMVELELDINQRIGEWTALTESE
SELQPVAGPGYTGMRNLGNSCYINSVMQVLFVIPDFQQRFVGTGAERYFKEFPSDPANDFNIQMAKLGTGLQSGKYSSIA
ENTLDTDHSTGISPAMFKNIVGKNHPDFSTKQQQDANDFYLHLLTLLDRNSRNQTNPADALKFLLEDRVECLASHKVKYN
TREEYSFRLPVPLDKATNLDEVREFQERKKAARETGQRLPDRDIVRHKVPLQACLERFFGPELIEQFYSTAIGSKTNARK
ITRLATMPDCLMIHVGKFTLGDDWVPKKLDVSVDMPDELDLSNWRSAGGLQPGEEALPEPATEEVKFAFDEAVMSELLTM
GFPPEACKRACYHTKNSGLEAASNWLMEHIADEDISEPFVVPNNSIGDCAANQFVANPESLAMLMSMGFDERQAVAALKA
TDGNVERATDWIFSHADSIGVEDAAPAANSSAAAASSTPNKTNYRDGRGKYRLVAFISHMGTSAQVGHYVCHIRKKGEWV
IFNDSKVAKSQNPPKDLGYLYLYMREQ                                                     
>Dmel_FBpp0073474                                                               
MEIETDQSIEAMDTQDTQEVEILTSDLQQTQQQRNSPPQLPKFKNLIQPQLHAVGAVTQLPSENGNMPPQQLLADSSSTS
FGDGEAMGIDDESKEDQFRSETTFSFTVENVVQLKSQRLSPPVYVRMLPWRIMVIPNDRALGFFLQCNGENDSPTWSCNA
IAELRLKCHKPDAQPFTRARIKHLFYSKENDYGYSNFITWQELKDSEKSYVHNNSITLEVHVVADAPHGVLWDSKKHTGY
VGLKNQGATCYMNSLLQTLYFTNSLRLSVYRIPTEADDSSKSVGLSLQRVFHELQFGDRPVGTKKLTKSFGWETLDSFMQ
HDVQEFLRVLLDKLESKMKGTILEGTIPGLFEGKMSSYIKCKNVDYNSTRYETFYDIQLNIKDKKNIYESFQDYVAPETL
EGDNKYDAGVHGLQEASKGVIFTSFPPVLHLHLMRFQYDPVTDSSIKYNDRFEFYEHINLDRYLAESENTLADYVLHAVL
VHSGDNHGGHYVVFINPKADGRWFKFDDDVVSSCRKQEAIEQNYGGMDDEISFHAKCSNAYMLVYIRQSELDRVLGDITE
SEISSDLVERLDLEKRIEMARRKERGEANTYVSVHVILEENFEEQHKRRLFDLEKVHPRVFRIKQNQTVDELVDLFVRGF
GVSRQRMRMWNLCTAQTQKFSHFDFVAEGSRTIEQISTSQKPWVIWLQLAWTDVPGPLPPFNPKTESLLFLKYYDPRNKR
LNYIGCTQQPHTRRLIDLVPDVNSKLGFEPDTELTIYDEYADKKLVNLNEPIESALFIPQDHLQGHILIFERENVDAKLD
LPTVGDYFLDLVYRIEIIFSDKCNPNEPDFTLELSNRYNYDQLANAVAERLNTDPQKLQFFMCINNYKETAGNAVPYTFK
GTIKDLVSYTKQSSTKRIFYQRLSLSIHELDNKKQFKCVWVSSDLKDEKELVLYPNKNDTVKGLLEEAAKKISFAENSRR



KLRLLKISNHKIVAVCKDDIPLDTLLKSNESITTAQGAQKTFRIEEVPAEDMQLAENEFLIPVAHFSKELYNSFGIPFLT
KARQGEPYGALKQRIQRRLNVQDKEWENYKFCVISMGHNADVNDNTPVDLEVYRSWTSGQLPFFGLDHINKSRKRSSLNF
SEKAIKIYN                                                                       
>Dmel_FBpp0074414                                                               
MAQTQAPAAKRMKLEKTPANPVEEDETPSVFNPKYRVCPYLDTINRNLLDFDFEKLCSISLTRINVYACLVCGKYFQGRG
TNTHAYTHSVGEAHHVFLNLHTLRFYCLPDNYEIIDSSLDDIKYVLNPTFTRQEISKLDQLQPKHSRTVDGVLYLPGVVG
LNNIKANDYCNVVLHALSHVGPLRDYFLQKQSYAHVVRPPGDSVFTLVQRFGELMRKMWNPRNFKSHVSPHEMLQAVVLW
SSKRFQITEQGDPIDFLSWFLNTLHRALKGNKHPNSSILYKIFLGEMKIYTRKMPPVELDDAAKAQLLATEEYKDQVEDK
NFIYLTCDLPPPPLFTDEFRENIIPQVNLYQLLSKFNGTAEKEYKTYKANFMKRFEITRLPQFIILYIKRFTKNTFFLEK
NPTIVNFPIKHVDFGDILGMRQRDKDVKDTKYNLVANIVHDGDPKKGTYRAHILHKANGQWYEMQDLHVTEILPQMITLT
ESYIQIYERCPNSS                                                                  
>Dmel_FBpp0074659                                                               
MLYAACGGTQRGISFNDLLCGLVLITRGTQAEKTKFLWNLYCNDAGTFIIKSDYVRNVNLAPFESVSLFAQSERVNFEQF
QDWIIKHRNATVLSKWLLSDNCVSLTSELETPTFYQSLAGVTHLEEKDIGDLEKEFWRLKNTSQNGQIDLQFLGPLISPP
IPKNALAGLFNAFDENRDGHIDFKELCCGVSAACRGPGVERTRFCFKIFDVDRDGVLSHDETLQMINVLLLVAKENQESQ
QYKDLTKQLVISDLLEFGQRRSPDGTPSKLTRDNVSLTAEDFMLWTVQCDLRLMQPLLDLIFELCHIVFGLWPQCKHMEN
DIVRGWLRREERRPYRVGQFWYLITHDWWLSWMQYTQHTTHTCDYCKRTASQRTAVDEALVCDESFNTHSLEQHDSYSLG
SGTGSASGSGSASSGISAGRHCGPVRPGPIDNSNLITANPFRNVRTLTGEGGHLKRDTPLVQNHDFELVPKSLWKALNRW
YGDNLPLPRQVIQPPNSDVELELYPLNLRILLHQAQPSQTGVGGGTQLGSWGSTVSGGYGVLASGGGYAAIAVSSVLQPP
KRYLAYTAAFSRLATVRQVGEFLCEQLRLKSEDIRLWHVPQLDNGAILLEEDAMCLKELLIRDNDQLLLEIRNKDLTWPE
ELGSLATAQCGQGAGTPGDRRRLTRSSIMSVHAPGATGLHNLGNTCFMNAALQVLFNTQPLAQYFQREMHRFEVNAANKL
GTKGQLAMRYAELLKEVWTATTRSVAPLKLRFCVNKYAPQFAGGGQHDSQELLEWLLDALHEDLNRVMEKPYSELKDSNG
RPDKIVAAEAWSQHHARNQSIIIDLFYGQLKSKVSCLGCGHESVRFDPFSLLSLPLPVENYIYFEVLVILLDGSVPIKYG
FRLNSDCKYSHLKHKLSTMCSLPPNLMLVCELWNSQIRQVLNDDEKLRTQSAKELYVYQLPEQSMRTRSNSGLSMHIEQG
LKDIQRSSALITSAQDSLSSLSTLQTSSHRASSRVLCNGHVSGLDVEGEAEVGTDVSQCNSNSNYNPIVSTYSGNGSGDN
QVHELLPDEAGKDSELAPQRRNCCYSRMIYRRVVFDCECEIRQESASVCFSIESLILSSSPENTFMHGAAAQQKRVSSAK
LLHTESNTSSMSYTNHSGENSMESSLTEPIPLADLEPVSSRNGSGGEDCSYRTSPNDSSGLSTGHTLGASLDVDEQAEEG
NAEDHDQPDQITTSQPETSSGVYSRRSSQPPHKAGKYLVAVHRKITRHDSYFLSYHKTRPSLFGVPLLIPNSEGGTHKDL
YCAVWLQVSRLLSPLPATTEQANHAADCDDSLGYDFPFTLRAVKADGLTCAICPWSSFCRGCEIRCNNDYVLQGALPPIN
AAASNTSTPKMNAKFPSLPNLEAKRTPEYTASLSYTPTTKYFEDFTIAIDWDPTALHLRYQSTLERLWVDHETIAISRRE
QVEPVDLNHCLRAFTSEEKLEQWYHCSHCKGKKPATKKLQIWKLPPILIVHLKRFNCVNGKWVKSQKVVHFPFDDFDPTP
YLASVPQETILRHKELLELKNDAEMTMATNEVVSELDEIDAPSKEVKEELPNQTGSTKATASPPPTGNILRQSKTKNAVR
RQRLISTSLTKTPIVDGEFEDYHQHRLKPDVDQFDPRYRLYAVVSHSGMLNGGHYISYASNATGSWYCYNDSSCREISQK
PVIDPSAAYLLFYERKGLDYEPYLPNIEGRTLPNTASVPLEVDETEGELKKLCSIS                        
>Dmel_FBpp0076802                                                               
MTDKESEQCTVSVFDQTPGSEQKKINVVVRSHFTVKRVIDLIGTQFSYEKFELLLQPHDNKDLVNLNALESQLMYEVAGF
EPQLKNHLILLPSGSWDGDVTKRFELPIKRVVVKKVMKSDGEKAKSPATGEKKKRVVGEKTKKKPASGSSSPSKAKTTSE
DSLAKTSISSESSPEKTSKIKTTAAKISKPGSEKAPRASPEECPELSTEINSKNTSSESPVAKKTAKVTSKPTLELLSPI
KPSSPIKELDCEPVDTLSKQQLSEQLQLYPQGRNLISPVDDAPSDLFISDAEQLSDDDLALGASASPTMLGPGYDYGAPT
GDSDVEGVTGVTDPSTIGTDDGTYPALSNFYRRKYGGDELRAWQRVNTTGADFVSSATTETEAEARQASLGPRGYVGLVN
QAMTCYLNSLLQALFMTPEFRNALYRWEFDNDNEAKNIPYQLQKLFLNLQTSPKAAVETTDLTRSFGWDSTEAWQQHDIQ
ELCRVMFDALEHKFKNTKQANLISNLYEGKMNDYVKCLECNTEKTREDTFLDIPLPVRPFGSSSAYGSIEEALRAFVQPE
TLDGNNQYLCEKCKKKCDAHKGLHFKSFPYILTLHLKRFDFDYQTMHRIKLNDRVTFPQTLNLNTFINRSGNSGEQNSQL
NGTVDDCSTADSGSAMEDDNLSSGVVTTASSSQHENDLNDEDEGIDMSSSTSKSAKQGSGPYLYELFAIMIHSGSASGGH
YYAYIKDFDNNEWFCFNDQNVTSITQEDIQRSFGGPNGSYYSSAYTSSTNAYMLMYRQVDAKRNELVAKVADFPEHIKTL
LPKLHSEEETRVSRLGRHITVTDLALPDLYKPRVYFYNPSLKKMKITRVYVSQSFNINLVLMSAYEMLNVEQFAPLSRCR
LVAYNSSMDTIIQSLESCTDPALTELRAAQNYSLDFLLEYRAEDQEFEVYPPNGITWYVFKVDLSTMAMDGPFLVYSAAR
EREASDVLRRSIALRLHISEQQFLLATVRATVPKAFVSYDPHPTPEALQHLQNMANTQFKSITYFYLNVPNTDAATLEML
GVPTVESVECASGGDVVDAAMMNGVAPGHMSSSNDYDWRRYKRDLVEPMSQPSPSHGHESNSEDSSLSDGDRTLVETDNM
AHRGGGDSQVSSTSHSPQLSSPEDEAASHDAMMRVHAYCNGNGSYAAADVVDPLLLPTSTNHFFYATKVECVDVVGTGSS
SGHQSDEEAQLRKPTRAYKLLVGTHMRMGAFKKHIEQLIQVPAAHFKLQRKHDNNLSNNQNNSLVHLIEGETLTVELGKT
LEPDEFKAKIHFLRLADIDNETSKLPCVCEWVYNANTTAEQAKKELVAKLHRIDAKYATLSVQNCRIWLKGGRIPIKILS
DDETLYCDMRSSIAAEFIVQECEEEVDPQPKDDSLTLFVRRWCPAKLEFGKFQEITLDQDSEIRLSLSQISDIPIDKLSY
MKLNSNFPCTSISALSVNESSSWYSVPTTLDKYPLNSTQTGNIYLYKDRTVPARELTLEERRLMNAREKARLDRVGCVST
TRYAQRRERALKIYLDSPEKSSNVTASAPMDVHVNN                                            
>Dmel_FBpp0076805                                                               
MPVSMAVCETANVVNAALRESLGGNSSAGSSTDQAKSGEDTNGSLQNHIVANAKRILMAKIEYEEVPNYHESVLENLKSK
YIVIKPGNPGAINGFSGKNNTGKLVGANGHDNNGARKQAEHPNNQSHHINHHNHQHPTSNPNELPKPKRVLYPRENIRIG
WKQSERKWQVGTGMINVGNTCYLNSTLQALLHIPALANWLVSEQAHLADCNVAEPGSGCIICAMTKTLLATQSNQSAVRP
FLIYSKLKQICKHMVVGRQEDAHEFLRFLVEAMERAYLMRFRNYKELDQLVKETTPLGQIFGGYLRSEVRCLSCNHVSIT
FQHFQDLLLDIRKADSLEDAFEGHFSRERLEDMGYKCEGCKKKVSATKQFSLERAPITLCIQLKRFSMIGNKLTKQISFK
SRIDLSKYAARSQAAQAQPLTYRLVSMVTHLGASQHCGHYTAIGSTDTGSFYNFDDSYVRPIAMHSVCNTNAYIMFFELD



LSQAASPAANRPNGVRLTNGHSTTPVPAATVSSPSPTRFIGPQLPAGGANGYTNGNAQKTAIQFKQQNQQSPQNGLQLGT
GKFQDTAKPPLVGAHAKGEATSAPTANGNKSSSPSSNSSSNHKSINQQQYLPISSDDEDIEDEMKPRPTTAQLPSMPNMT
ENHTEPKAKSPVKIQVKTPVKTPLKSLVPYESASEEEEAPLPNPRKRPSGEDSSESDQESGQTNGHSKTNGSHTNGSASS
SVHVNNSKQKTDAIDEIFKSLKKSADSDEDDDEEEPSIQLTNGWHPQKQSQSQSKAPPSPKTPPSPAVIKSKTGIWKVTR
NDEVDAIEDDVDVVVVEGSPVKIPTPNKNHRNPFSSSKPSTDSPATPGAKRQKLLNGSALKSHQQPRVGNGYQSNATSNG
STINELLKQSYRGYGSPVLSWNGKPAELEKETFELVCAKRIAGHGSVEGSDIVEGSVAVDAAVTSGSDSKDVVVIAVALL
VDAREQRQRDIDDDEENEMDRGRQRKVKSGSAKGNNASNSTPGYNPFQEYEGQKRWNKNGGGGGFPRFYNQNYRQNFQQR
NKFKFNRFGGPGSAKFQQQRALQRHLSAGGGFSRRQPSAQQQQQT                                   
>Dmel_FBpp0077041                                                               
MMLDIKKTRGFHKIPQASKLQSTTKTSSVVATSASSQNEVPSPGGSAGSKVGATNPVRAANQRFFLVSSYKDPTFLKAEC
DLAHAHVTTSKVKTTLQPHRRSRAGEDSRNNNYNTSRAPTLINMRRPSLFNGNQQPTTTNSTTINNTTSRNTTSNTSNGV
LKYSVRSTTATATSTSTRNYGKLKPLNNNQTTAGVAMMNGHTNNNNNNTRNSSNINNGGNNNMQRQQQQHDDISFIDSDD
PPATGGPEAGISTTKTSICYFKPITPPLQLRHEQNQVQQQEEQPQPSSSKSASHRYPRPKSTIIASAHSNFAASFEKFSG
GLYRQTNGETNIESKTSSNARRYGIDSLSIKASIEKFNNLSGQKRQNPGSGSGIGPGSATASGLGGGRLSVASRSNHGSQ
AGGSSSNLQQRYSSDLDNIRVAAGYSSSLTRAAYRTTATMNSVSTPVAVTSELGGPISGDGGETATAMGQPTSKVTVRGA
HSNRQPIECDSVVLTNKASKDATTAATPTVATATATHTPATSSVSTVTVTAAAPNSASDSTLARSGTGSSSTARSVLPPM
TPTSSRYWDRDSGTSRSSIGTSSALNSSSLKHNSDDGYKTASSSRDEKSEGLCGLRNIGNTCFMNSVIQCLSHTQELTRF
LRSHHGSRSLSTKDQQILHEFAKLIQEMWTANVHTVTPMELKRAFSTKHRMYSDYNQQDAQEFLRFFLDSLHSALNSGVK
GETLNIDDNLSDNKKADLTWEWYTRHENSLVRDLFVGQLKSTLKCTTCGNTSVTFDPFWDLSVPLPSSSRCKLEACLDLF
IREEVLDGDEMPTCAKCKTRRKCTKSFTIQRFPKYLVIHLKRFSETRWSKLSNIVEFPTSDSELNMGSYGANSNSNVHYS
LYAISNHMGSTAGGHYVALCKHPVSRKWHEFNDNIVSDALSENHLVSSSAYILFYERT                      
>Dmel_FBpp0079650                                                               
MPAFKVKVKWGRELYTDIVVNTDEEPILFKAQLFALTGVQPDRQKVMCKGGILKDDQWNLQIKDGAVVLLLGSKESVPEV
PATPVKFIEDMNEAEAATAMRLPAGLTNLGNTCYMNATVQCLNAVPELRTALSTFSNDGTDTMSTAFSISSAMKSIFAQM
EKGTTVTPIVLLQALHRASPQFAQTGENGTYRQQDANECWAEILKMLQQKLRPKNQEPSNTVQKRHSSFIDQFFGGTFEV
KMSSEEDPDEPSTVTSENFLQLSCFISMDVKYMQSGLKSKMKEQLVKKSETLGRDAKYIRTYLVSRLPAYLTVQFVRFQY
KGKEGINAKVLKDIKFPIDFDAFELCTPELQNKLCPMRSKFKDLEDKKMEVDVVKRNEPNEEKKDVKYEQFWFDDDLGSN
NSGYYTLQAVLTHKGRSSSSGHYVAWVRSSGDVWFKFDDDEVSAVATDEILRLSGGGDWHCAYVLLYAPRRLEKL     
>Dmel_FBpp0079659                                                               
MNSKSDYEAEKEKKLTITNRFGDSLENYELSNESEHKTHVYPKKIPNRKNGILKNTDANHSAVDNQHLEDVDLADILGTN
WPKRAGPAAMILNNKSKTDPSNSVDLILKPASPILKIEPEEPLRFTIADYQPLIEIPGTELAIGSLVEVSNPGVCEDLYG
VVRWIGIPPGPQKNVLVGIEVEDESNLKNVVASDGRHNGVRLFTCHDGRAIFVPANRCTADRRFADVDNSISANRVSSNH
AKKFGVADCPAIYGSIPPLQIHNSDELASICGKFKGIQGHHNSCYLDATLFSMFTFTSVFDSILYRRPGPQDIRNYSEVQ
KVLRDEIVNPLRKNVFVRSDRVMKLRELLDQLSSVSGLTCEEKDPEEFLNSLLSQIMRVEPFLKLSSGQDSYFYQLFVEK
DEKLTLPSVQQLFEQSFHSSDIKLKEVPSCFIIQMPRFGKNYKMYPRILPSQVLDVTDIIENSPRQCSLCGKLAEYECRD
CFGSLQAGSGLECTAFCPKCLKTFHSHIKRTNHVSKKIYSPKEFKIMAEHMVVPRLYMELFAVVCIETSHYVAFVKSGSG
PDAPWCFFDSMADRKGEQNGYNIPEITCVPELTQWLSEEGARSINETSTNDKVLPEHAKRIFCDAYMCLYQSTDIMMYH 
>Dmel_FBpp0083419                                                               
MAKLKKLHMSSNLDDLEKMSIIPDLRSKGMKILLNTARKLYMTAEEYRLDGDEELAYITYMKYFNMLTAIHKKSDYPSHK
TTVRQMLGDTESNRRIMDTLEEIINSLRHRYAQQHQAPEPIAPDLVSNGRAGVDSPITQPTQYARLGLITCQDLYRRMQE
KSVLVMDCRPSADYEASHLTYYCAFNVPEELITPGMSAGRLQARLSSSAKASWASRSVKDSVVLMDWNTKDAQPATNTAI
STLLDILKNWDPDVTYRAPIQIVEGGYEYFIMMYPTHCTNPSVQAPQQNNNDIETIDDIEYPSIHDITMKEDISAKDFRP
RPDFNRANKPAATRVNEQGISRPSPPAKPIAEIMRDQAEFLQRAEQNDEQLEKASKMWKRQAAEGDGLNATEDQELHFRI
LQLESKAQDYIVENNRLREELSRIQELHNVTQQLSQKEVEATRNIESKIRERQRLDEQHELERQERERLLAIARETKKHY
KSPTPSGPPSPGRNLEDVHVVSDSLESLLQLTGDPDPTIAPNKAEIPTFDRAMKPQPRNVERTSQRVRDFSPVIGQNVGR
GLTGLKNLGNTCYMNSILQCLSNTPQLTEYCISDKYKNYISRSNKTNGQVIEEVAALIKELWNGQYKCVASRDLRYVVGQ
YQKIFRGVDQQDSHEFLTILMDWLHSDLQTLHVPRQREMISASEKAWLEFTKAKESMILHLFYGQMKSTVKCVACHKESA
TYESFSNLSLELPPNSNVCQLNQCMDMYFSGERIHGWNCPSCKTKRDAIKKLDISKLPPVLVVHLKRFYADPSNSGSYMK
KQNYLRFPLENLDMNPYIARAESRAVTPKTYQLYAVSNHYGTMEGGHYTAFCKSANYGKWFKFDDQVVSALDSSNVVSSA
AYILFYTWLPPMQVPL                                                                
>Dmel_FBpp0083704                                                               
MGANVSQLEREIGSDLFPPNEHYFGLVNFGNTCYSNSVLQALYFCKPFREKVLEYKAKNKRPKETLLSCLADLFYSIATQ
KKKVGSIAPKKFITRLRKEKEEFDNYMQQDAHEFLNFLINHINEIILAERNAGPSNGNPKATNQGGSTSAMASSIASKSS
STSNSNSNSNSTTNSNGNSSNSTGSLNANTSVLDASGSLTATTTPIISGNGTGTNGANSEPTWVHEIFQGILTSETRCLN
CETVSSKDENFFDLQVDVDQNTSITHCLRCFSNTETLCSDNKFKCDNCCSYQEAQKRMRVKKLPMILALHLKRFKYMEQF
NRHIKVSHRVVFPLELRLFNTSDDAVNPDRLYDLTAVVIHCGSGPNRGHYISIVKSHGLWLLFDDDMVDKIEASTIEDFY
GLTSDIHKSSETGYILFYQSRDCA                                                        
>Dmel_FBpp0084048                                                               
MCEVCADFQNLLELYEVRVASSDLKFQLLLKSEIETTFNYIQSWPQRQCMCLYRDTKNYDRFNLVVQSLICLTVQHLKHI
DHLIDNYKRLTASAAQVVAQAQQQREQQRDEASAQAEAKESSAPAEEPKKEEPSGSAGEEAQGSGDGPAKKPPVGPCTPP
PPQTANPQHKSHLQYTEEPWILPEVEKLLVLVSKVFLLNFPLYIAHKHGMHSRLDDLQAEEAHHLALICDLHDNDLPIYL
LRNVSLFCNSGGFGAMSLCFEHPDLPVSTAHSMTAAVSNVKLWLNYHCNTQLFVPLRSRILQYMCKLSDQSLRSAATRAM



ADFVWSSMRDPLDVAVNFDTEGLALAFKYFTSTTLTMRLAGMAQINAHINLFNEICTTETVNEVELFGQRIANWLTENHI
VQHLFGPNLHVEIVKQAHVLLNFLAVENQISEEDIKLIWQATQLKHCSKTIFDILPSLVKNLTPRPAMHLYSLLCRMDPK
EHTEQSIYIASALTKQLWTRDTSRSQMNLMQDHLLGSNVTASSSDSGSIEGSNTEDDHVGADDSSIASGGGGGGVGNKSP
IDGVTPCKQARHRRHICDPTTEKGKQISPEDMAKVDLVNKRIVNIIDNTSSEEELQSRAALELQLHRSRKKTSNKRRRQK
TNKQIILPHELVEIWDGVEDVPSSDEADGEADGDGEGELLADSDECSDGATSQLVPDAVLKHLQGEGPFIRAIETNINEL
LSGAENDGSYSSPMSNKSEKNLADFDDEDVSPCEEELAQLVSSRANCSDVPPAFAAAAAAMMVAQSAMALQKSGESNVAA
AAAAVAAAAAATGTAQQTLVAMNRQASVAAAAAVVAAAKAKSDSDVDLMDVVSGGKQHHSPKASQGSSTSGSTPVQPSFK
LNDVCQPGNTLLWDLLQDDKIGQLGESLALEAEKALATLLCFSMDRQLRTKFIEGCLYNVANNRSVIVSLRLLPKLFASF
QQFRPSDTHSMTMWAERNHRMMQCFFNNIRHYARRHAEVLITQNGEQQQQQLGGQLYSHKTQVSVRLQFLSSIFSTVGSP
KSFRLTLEQLDALWEWLAHDPECADCYFSWLQAQAKGGDQHALGIEALQHLYLKKLPELRPEEFSMVALGLFQQLCSFAR
IAMAEYDNHSDQISASASAVGMYHLWKIALRAQSNDVSLAAIQYINMYYMGQQLRLEKEFVSQCMENLVQAATALESIDD
ENALMRVQRGLLLLNTHLDTFRRRYAFHLRRWAIEGKGIGSHSNLKNEGAGPPLRIVLQQAGLSEKSLLQMHACDLIADL
KAEVSKWWESLQTGLAAPVLGLLLSDGPLRIITQGQELTSDYDERSLGDAGFKDNQIVYVSLGGRGARRKESNLEHPSML
PPPPKECLPTVLLLQPKYFEKLFCLMQTLGDMQPQASTVNPQHHTKAQLLSRRVWDILAMLPTNPHILDAFKSLVTDLSE
LEQLDAGGEEEQLATKRKQIKQKFRDLLDPNNLQKFMYSLHIVESLALTSSRRGESNGNVAMGNTPEQVRVKKSSMGRRR
NSNEQPPPPPPEVKMSKEQLCELEAPLTPTPSTGLQDVETEASSSSGGDKENQPKQHSKRQKKGETFEQEKERPVGCSTP
PSPTPPPPALSVVERGDNKWSEAFVKCGGLRHLYEIFSEGQLQQSAHPKELALNEWRHDCLASLLRILWLLGFEELQSAD
AHVLMSRPHPFMLQLMEVPQCLTRLSSILNDEVHQQHQASSANPLVFPYQFQHLRTGFWGRAQLIQFAMNILVSFVHASA
EARRLLWAPTGTDHCRWLQKFILEDPEPAVRREICAGLYRICLGNAHSYRLLLAPLLHKLIALLPLAEQMSSGNQHTQFL
LSEEGKDPYGPACRDYFWLLARLVDTLSPEMVAEEHIDIEMLCESISQSILTREYYELRHGYQDDGLVGLLNLMSNLIKY
DTTFKYTPKALSFIEQLIGFLFDMPSPADRQKPKCKSASSRASAYDLLVELCRGCATNYAYLHGRLLAQHKSGPKQPYPW
DYWPRDEGRAECGYVGLTNLGATCYMASCVQHLYMMPQARAAVLRVPPNAARKHGPTLLELQRMFAYLLESERKSYNPRS
FCRVYQMDHQPLNTGEQKDMAEFFIDLVSKLEDMTPDLKHLVKRLFCGSLSNNVVSLDCGHVSRTAEDFYTVRCQVADMR
NLQESLDEVTVKDTLEGDNMYTCSQCGKKVRAEKRACFKKLPQILCFNTMRYTFNMVTMLKEKVNTHFSFPLRLNMCHYV
EKTLMPQQYKEERERRQKEKEGADGSGDGNDNEKAEATLDDDIEECYEYELVGVTVHTGTADGGHYYSFIKERTKTSYHT
HERWFLFNDAEVKPFDPSQIAAECFGGEMTSKTYDSVTEKYLDFSFEKTNSAYMLFYERRLPEHLQRRHSELLVTPTPSP
TVEEKSEAEEPTKMETSSSEIKADVDVEVEVEEKDKEKPAQTDTESKETPAKEEIADDKSKQDEPEEKKIEKQSREGEEK
SETDEKPTEMTTVSTEEEKQPTANCDNHQQNNNSNSKASNDQQPSTSKAAQKLQLFRPLLNKELEDWIWQDNRQFLQDRN
IFEHTYFNFMWQICGHIPQSLISETDVTCMAAKLSVSFFIETFIHAKEKPTMVPWVELLTKQFNASQEACEWFLSHMSQE
PYWPVQVLIQCPNQMVRQMFQRLVIHVIQQLRASHAHLYLEVETDEDDKELIGQASCVTRFIGSLISLLEHGARANLRHL
SEYFGLLCEFSRMGDEEAMYLLRIGVLKSLVDFYLGHKQTDSIDISSDNEDNSSEEALSVEKMRPASLDKMIALCASLVE
RSRGADFRLRLSPKDFSAIAGGKGFPFLYQQIKDGINPHQTKHLIHALCRWDERLATQIIGMLFASVTKHTELCAPFFKL
LTLLTETQGGPVGLPCFTQLILPRMWDAAEYCPQSVLDWLSLQATKNKIAHAWILQSAEKWLEQFLLAHDNTRVRNAAAF
LLVALVPSQPFRANFRAHSQHKLLALNPHSYRDINSDAQAVLHQVITLLLRLLRPARVYADIGAHGTTKLTAYFNLLSYC
MVSKTEKLMASSYMRSLWELFHPRLSEPSVPAHHNKHALLTFWHHSLVDCPENAAQVANCPEITRNIAFNYILADHDDAE
IVTYNRSMLPAYYGLLRLCCEQSRALTRQLSQHQNLQWAFKNITPHPTQYAAAVDELFKLMALFATRHPDASEQEKLDVT
QFRRAVIVSYTSSLDARVSWSTLISALKILVDNEEDRTMVIFNGGIEMCFEALHTLHSMHHEATACHVAGDLFDLLGEML
LLLATLRTRTDSPAQKKQQQQQQQLEQQLQLQQQQMLQKQQQQSQSQTQTPQSPQQKEKQLQQQMQQHLQLQQLQQMQFQ
QQHFLRQQHQHSALAKALPDAVKRLATLLNTFNSPEISRMALEVLKELVRNPSLETISILAPILINCHLSVANAPNAIGP
LGPYFPRRGAKHTPWPLGAKNSPRPPRPMVQMCIALAELTPRGLDADYDVQVESFYRPYHDFIDVMMRMCVNTGTLNDTL
VKLQCLVAIESTPLHFTYFPKFWVGIHNNALTHKYVELLVKNQLLVEYLHNVLRDERSMLKDACVREFLELYYHKVAAQL
PVARMIYTINYGMHSKDDIDELCGDLFAIRIIAQATGVPASVRKELRGSLRALQNKSERFRKESERDPFPNKKQKRDSQK
IKEKEHPQPESEKETSTENDKPSDVSMESSGNAEQATDSTKPPTPAGSDDEQMDKTSVPSSDDETELEDELQPTPKRNKK
ASNKKTAQDRVNEEREKRLITLITMESYIQSIFAILKRDASVPSSGATKEPSEEPCGEASTSAAAAVKLSRPKGACTPPE
PITDVNDTRCNIDTETEAEADEQSPKTSQTNGSQQNESPPAATSADTAPANPSPAPAAAVASTSQAASPTQI        
>Dmel_FBpp0085202                                                               
MTFDTRRHTTGQPGSTAPSSSSSTTSTTTTTTSPAQSAGSGSGIGTGTGTVANSSLPGGGSGSLDGNQDQQPATDSQSSD
DVAASLSANSVDSTITIVPPEKLISSFPTTKLRSLTQKISNPRWVVPVLPEQELEVLLNAAIELTQAGVDHDCEPCVEFY
RNGLSTSFAKILTDEAVNSWKNNIHHCILVSCGKLLHLIAIHMQRDNPYLLDLLAIVFDPENKFNTFNAGRQPECFAAPD
YIWGQLDSNKMYARPPPEPKNARGWLVDLINRFGQLGGFDNLLERFNIGLELLKRNQNKCTGKNISVEGRVENGAQDNRL
TLALIHSLLRPFGQCYELLMPATIAKYFMPTWNVVLDLLDSFTDEELKREVKPEGRNDYINGIVKSARLLASRLTGQEEL
IRDLEMFRLKMILRLLQVSSFNGKMNALNEINKVLSSVAYFSHRSQPLPHCMPEDEMDWLTADRMAQWIKSSDVLGVVLK
DSLHQPQYVEKLEKIIRFLIKEQALTLDDLDAVWRAQAGKHEAIVKNVHDLLAKLAWDFTPEQLDHLFEAFQASMTTANK
RQRERLLELIRRLAEDDKNGVMAQKVLKLFWTLAHSQEVPPEVLDQALGAHVKILDYSCSQERDAQKTIWLDKCVDELKS
GDGWVLPALRLIRDICCLYDTTTNHAQRTQTSTNRQQVIERLQNDYSLVILVTNSLTAYMEKVRQMVTDSPGLDATRILI
DGRFPHHVQIAERLEFLKFLLKDGQLWLCADQAKQIWHCLAVNAVFPADREECFRWFGKLMGEEPDLDPGINKDFFENNI
LQLDPHLLTESGIKCFERFFKAVNSKEDKLKAIHRGYMLDNEDLIGKDYLWRVITTGGEEIASKAIDLLKEVSTALGPRL
QENIAEFHEMFIGECCSRLRTHYGNIVILGKTQLQEELDAPDQSDNTNDESKDSKMRFIEAEKMCRILKVLQEYVKECDR
SFSGDRVHLPLSRVTRGKNTILYIRFQNPGRSIDDMEIVTHSNETMAAFKRNLLKRIKGTSTANIKVDLFYANDEMIGVS
DEINPLYQYTIRDKMNLTAKLTPVGTGLASSPDSSSDSSTGSPPRPCPDMQRVESESTLPGVIISQNYQYTEFFLKLYQL
GSDLEHGRLRDSAKVLLHLLPCDRQTIRQLKIMCKVPKAAVTVAVTGDKIAKDEEEKLYPTEQAGIEDEEEHCTPEQMFL
HPTPAQVLYNLSVLHGLLIPALDPLGESALLVQSAWMHSGCAHFVLELLTKNNFLPSADMHTKRASFQCVLRLAKLFLYI



VGSVLSRVGDEPMICDLDNGSRSQVDILKQNFSTMPSSSQGTLRAISAKLAVILAREMLSASPEGDRCRTLFSSTLQWSC
PDISTIKAVVQLAWASSCGNLQALGNSSGDFEDEVIVPDGQDFSMCKEALEVLTISFILNPSANEALTSDPNWPKFITSI
VLKNPLRHVRQVASEQLFLASTYCAGDRRPFVYMVNLLVGALKTLVPQYESTCAEFFSVLCRTLSYGCIYNWPLQISEGL
LGDEIKWLQRIRENVHATGDTQVHEELLEGHLCLAKELMFFLGADSKAQLNELIHELIDDFLFTASREFLHLRRHGSLRQ
DTVPPPVCRSPHTIAAACDLLIALCQLCVPNMKLLTNTLIDFVCTDTDPLREWDYLPPVGARPTKGFCGLKNAGATCYMN
SVLQQLYMVPAVRVGILRAHGAATTDGEDFSGDSDLTGGGLGSALFSGPASALVSLPSSSSTIEDGLHDVRKNYHVVILK
HVQAIFAHLGHSALQYYVPRGLWTHFKLLGEPVNLREQQDAVEFFMSLLESLDEGLKALGQPQLMNATLGGSFSDQKICQ
ECPHRYSKEEPFSVFSVDIRNHSSLTESLEQYVKGELLEGADAYHCDKCDKKVVTVKRVCVKKLPPVLAIQLKRFEYDYE
RVCAIKFNDYFEFPRILDMEPYTVSGLAKLEGEVVEVGDNCQTNVETTKYELTGIVVHSGQASGGHYFSYILSKNPANGK
CQWYKFDDGEVTECKMHEDEEMKAECFGGEYMGETYDNNLKRMQYRRQKRWWNAYMLFYTRCDQTPVQYEPSVEQLSLAE
SRNMVLPLPKPIERSVRHQNIRFLHSRSIFSVEFFNFIKKLVSCNLLSARSNKITPAAEELSLLGVQLASQFLFHTGFRT
KKSLRGPVMEWYDALSHHIRSSALVRKWFANHALLSPPSRLGEYILMAPSPDVRTVFVKLVVFFCHFAINDEPLTGYDGA
NLCEQVLISVLRLLKSEAADYGKHLPHYFSLFSMYVGLGTREKQQLLRLNVPLQFIQVALDDGPGPAIKYQYPEFSKLHQ
VVSHLIRCSDVSEKCQSSNQNARPLSNPFKDPNVAHEELTPLSTECMDLLFNRTGYIKKVIEDTNVGDEGLKLLQYCSWE
NPHFSRAVLTELLWQCGFAYCHDMRHHTDLLLNILLIDDSWQHHRIHNALNGVAEEREGLLETIQRAKTHYQKRAYQIIK
CLTQLFHKSPIALQMLHTNSNITRHWSIAVEWLQGELDRQRGIGCQYNSYSWSPPAQSNDNTNGYMLERSQSAKNTWSMA
FELCPDEVSEKTDENNEPNLETNMDENKSEPVAQPGGVLEGSTGGTEQLPENKTPTTSSPSTAAWPARGDSNAIPRLSRQ
LFGAYTSTGSGSTSGGSAPTSALTTTAGSGANSETESSAQETTGETTINGLTNSLDQMEITAKKKCRRVIIKKLVESKDE
EDATTATTAATTEVTTSPATAIATAATLEPAGMSELTTMVEKNLIISQENPQAKSSLQ                      
>Dmel_FBpp0086664                                                               
MSLSSNPNPHNPYVEHRNRTIHSSQGHTLANGYAMGDPRSSRCHDKLFSGSLKSLARREDSNASDSEGTDTAKGSGTGLV
GLQNIANTCYMNSALQALSNLPPMTHYFINCSDLVEYIAEQSARRCKPGGLAKSYRRLMQEIWQDVDDPKEFIAPRGILY
GIRTVHPMFRGYQQHDTQEFLRCFMDQLHEELTEQVSMLPQTQNQPQYQSLQQQQPSETDDENDDEAAPASLSHASESEY
DTCESSMSERSAEVLLKTEYFVTPCRTNGSNSGLPEGHSVQLQQAPLQHQQKNASSAEQKPIEAARSIISDVFDGKLLSS
VQCLTCDRVSTREETFQDLSLPIPNRDFLNVLHQTHSLSVQSLNAAETSARTNEGWLSWMWNMLRSWIYGPSVTLYDCMA
SFFSADELKGDNMYSCERCNKLRTGIKYSRVLTLPEVLCIHLKRFRNDLSYSSKISSDVYFPLEGFDMRPYIHKDCKSEV
AIYNLSSVICHHGTVGGGHYTCFARNTLNGKWYEFDDQFVTEVSSELVQSCQAYVLFYHKHNPQMKLVRDEAMTLSTSHP
LCDSDIQFYITREWLSRLATFSEPGPINNQEMLCPHGGILHSKADVISQIAVPISQPLWDYLYRTFGGGPAVNIIFECEI
CKRAAETLSRRQQYELNEFTKYNGLQNEFDSTAIYAIAMPWLRSWQQFSRGKTHKDPGPITNEGIAAPTENGSATVSCVR
LGSDYAQLNARLWRFLHNIYGGGPEIILRQALSDEDDAEEIEIIDQDDECDDDEDQDLEGEGEDEEIAAASYQHNHSDTE
SNLGIRNTPSPSPSTSPSPSLTGTRQPMETESDLRPSSSKSKRSRSKMKVSALRLNMRNRGKRNRSAFKQYAEMFGAKGN
YNAHSNAEPVVSEKDEKDKDNDRTVAFPSEYSLPISIPFQSDNFQVNGVHEKSRDKGKLRNSSKSGSTAATKENVTLQKF
VTLREANGPSDETDI                                                                 
>Dmel_FBpp0087061                                                               
MAVKQNNSEAGDNASDNAGGAGNGIPPNAKPMSANGMANAEENVLPKGMDTGSPAGESLNSNRSGKRDIKALLAYLQSID
MPEQGHNVMAICERVIVDLARLQIPRGASCPRLKEDVCQVGAFLATRNEKFHQMFYLRVVYELITKSPFEPPPSCAVAIV
FQLFDSTQILEAVHSLLEQNVQDSSIKKTVNLLCDWITYCTFCSTLNLWVLALLKGLRDQGKMALLDEIAMDNIEKLFHV
MIFPALRQKAAPVVFHMLSTINQTPEVFHKILPRIPRVLQYVKNQSTTMDEIGLETKKCLQQLVDLTSALMLRFYDQDEL
YVATKKALQTYEPSPNCVALAKAMHENAQPWGRRNARVGLVNLGNTCYMNSVLQALAMTSDFSRQILLIECNSVLLMKVQ
QQIALMHHSLRYELTPSRVLNATRPPSFTPGLQQDSSEFLGYLLDLLHEHEINSSSVTGHSVGPPKTGREVDDVPALLSE
DILSSGVIPYNSKDHELSSGSNSDNCNHKPTPTPPATPTKATNGLKQQGQQVDQAKPPSTIDKTFAGKLSTTYRCLNCGW
ESRNEDSFRELQLSFPDDKEDCGATNYSVQDLIEYYCSPEKLDGDNQYFCPQCKKLCDAERHIGVTQAPKNLILTLKQFK
YDQKYHFRTKLMHKVFHDESVTVKMSAKDSLQEMSTVHYDLYAGVVHAGYSMDSGHYFTFAADQAKNWYKFNDNVVTHSK
PEEMHNLTSPNTPYILFYKMCGHSNESNSVTASCSSSMVSGSNDQVVSVPLSPPLKLEELPRRLRDYVRKDNHVYNEELK
MQRFKRGNSGHGNAFVSRHNFDGDGDEDDKAPPPPGGCGGNGLGMNINRFVF                            
>Dmel_FBpp0087735                                                               
MDYVYCGTDPIGASEDILSVYDAGSAPGNGHFSPSFNGFNIGTTDPEYVELVPVLADGGEHFGVSSVAFDDYEELLWMGN
QGGHVTSYYTNSMQKYTSFQVHATDIVRDISTLDSGVLALTQTSLRHQIRRGLPKFTFKSNNMKEMVSMLQLSPHRLVMA
GLQDELIDFDLRTLKETRIEHVGAGGCTVLRKNSRYLFAGDQLGTVTLRDLNSLSVQHTIKTHTNILSDFSVQGNLLISC
GYSGRQNNLAIDRFLMVYDLRMLRLIAPIQVMIDPQMLKFLPSLTSQLAVVSSYGQVQLVDTVELSEPRVSMYQINTNGS
QCLSFDISSSSQAMAFGDQSGHINMIAAVQTPQPQFNLYSRSTEFADVVPQLPMVSITDTNFPLSSVMLPHLTTGTQWFS
DWPEELLRYRYHRPKTIDPEVLSNMKMQGPIGYSPNPRTARRNQIPYVIEQGGVCSPNGNGTAAATKAENGVKIIPRRYR
KVELKYTKLGTQDFDFDQHNQTCFAGLEATLPNSYCNAMLQILYFTDALRVKLLEHSCIKEFCLSCELGFLFNMLDKSTA
SSPCQASNFLRSFRTVPEASALGLILTDRSSNVNLISLIQNWNRFILHQMHYEIFDSSKNASTYSGSVQTSTNAENAGSS
ETSGSSDLYDSISDENSKEDDRERSKINAETDISKIFGTKQICINRCIKCQEEKIKESILLACNLSYPNHIKDSDQYFNF
GTILKRSLSSEKSIQAFCERCKKFSPTNQSVKVTSLPQILSINCGLNNEKDITFLKRQLNRCSEKTTVDAAASLSTSKPC
RYGANCSRSDCHFMHPDRKSPSHTSQPNAVNNSPNGRQKSWFPLTFTMGINDQGEVQVQTQSDASSGKSEQEEETEKPPT
KGLDNNRMYALHAVVCQVDDGTQKNLVSLINVQRPYHTMKLAESADDPQSQWYIFNDFSISPVSPQESVWFTLDWKVPCI
LFYRHVEDDSESASTTSSTVTESEETIPSESSSGSPTNLSNPFLEEIVSPMLGNLSADATLQPLQSDEMPQSGDLVAMDA
EFVTLNPEENEIRPDGKTATIKPCHMSVARISCIRGQGPAEGVPFMDDYISTQEKVVDYLTQFSGIKPGDLDANFSKKRL
TALKYSYQKLKYLVDVGVIFVGHGLKNDFRVINIYVPSEQIIDTVHLFHMPHHRMVSLRFLAWHFLGTKIQSETHDSIED
ARTTLQLYKHYLKLQEEKKFANALKNLYERGKQLQWKVPED                                       



>Dmel_FBpp0288698                                                               
MSETGCRHYQSYVKEHSYDTFRVIDAYFAACVNRDARERKAIHCNCFECGSYGIQLYACLHCIYFGCRGAHITSHLRSKK
HNVALELSHGTLYCYACRDFIYDARSREYALINRKLEAKDLQKSIGWVPWVPTTKETNLLLANARRRLVRPNQTIGLRGL
LNLGATCFMNCIVQALVHTPLLSDYFMSDRHDCGSKSSHKCLVCEVSRLFQEFYSGSRSPLSLHRLLHLIWNHAKHLAGY
EQQDAHEFFIATLDVLHRHCVKAKAEHESKSNSSGSGSGTNSSNSSSSHCYGQCNCIIDQIFTGMLQSDVVCQACNGVST
TYDPFWDISLDLGETTTHGGVTPKTLIDCLERYTRAEHLGSAAKIKCSTCKSYQESTKQFSLRTLPSVVSFHLKRFEHSA
LIDRKISSFIQFPVEFDMTPFMSEKKNAYGDFRFSLYAVVNHVGTIDTGHYTAYVRHQKDTWVKCDDHVITMASLKQVLD
SEGYLLFYHKNVLEYE                                                                
>Dmel_FBpp0290056                                                               
MHEYDVNERKEEPASLPPTQNETTEINSQLRQDQQNQEQENPLRQQDNSHPPQENPINQQEKDTLQVSVLYPLVVCAQLA
DSQLVLTADTPKLSPVKKRQRRVYVADTLRCYSLRSRQEPATKDPLEGGLKQPDVVPPPPPVQAPSPTPTESTEYTPPEQ
FKSEFWNRIEEAQEPKPVGKKRRTPGGLKRTRGNKLLKELEIQSPETAAAIAAAQAELNAAGKSGAAGARSSRKRTNTMS
LYDRRFQTTTEERRVANGYGGNAARSVTGSSSNEIESQEPQSHQYYGPNGGSNAAGAGAGLNGSAAALNHAPSMGTLCNI
GNSCYLNSVVYTLRFAPHFLHNLHHLIQDLNVVQQTIVRQQTARSASLGKNVSAAQLEHARSWSSKDLATSTDQYSGQNG
GVNSGNGGSGSSKSTHQSVTEKLHELYNNLHGNEMADSTEPYHADTLLHAIQDVNATFEGNQQQDAHEFLMCVLNCIRET
NQSLIKAIGECPEVIANGYIANPDEVDTGEGQDRTDSTASQNLNAGNGSLATSQTTTTKTSFFSRKSKRKDEVKPSKSTR
VQSPLKENSPTAGGITGAGTAHATANSLFYLNTVDLSGASSTSGSASTSASGVVSTSAALPTPPQATKYSSDDEMNSATV
LKDKMRLEERIRELNLNFFSSDFEGIVVLTTKCLSCETITRQKQGMLDISVPVPISGYDNADLQDKPSTYIQNSCITKEY
FRGENKYSCNQCTGYTEAIRSISYEVLPRLLVIQLNRFSGGMEKVSTYVPTTFTLPCFCATCCELGEGNKLHVYKLYSVI
THVGATLTVGHYIAYTCFLDLASDYVNCPKDRRNTMTNSQTMASQAVPSNENAAPNNGSSSVASTPVIAAASALASSGNI
LMKKMKFGRSKASSSGDMSKNVKQVNGIISKNITNGIGKLSISTTCQGVNCCAMRLCCTQQTSSSNSTSCSDFSEESLQN
GSNSNLSFGGSGSTYPTGYGSTGRGGVRANYAHGGPDPIWYMCDDDKIKAMTQREFEELLSPTRKITITPYLLFYARFDL
QPQKATPPMPGSSTTPPPPSSAQSSWSNENVSSGSHKI                                          
>Cele_C04E6_5                                                                   
MRDFVTDINNATEELLKLNLESAVTQDTFNLLVVYFNDLLVGKEKEIAELKEEIEELKKPLEENKMAPLLEIVRSEVFPE
QLEHPSKNATNTGSRKRAHPKLFEASEPKVKSSNVSTDVIDGKKHNNRKTNSSRSFSKVNSSVTRKLVNTGNSCFLNSTM
QALSSCHSFALRCEQLYCLVRKNIDYFDNEASHSEVLCRKYRVLIDFLKIMAALTKRSNSSKTQPEIIEANLQTFRELIG
MIRNDFANKNQQDAHEFLLMLFEAIDDVAEYKADNEGDDVKEAKQLNPIEAFKFNVETCYVCKGCSKEEVRVDVRNDLAV
HMRDNLSVQELLSSSFSTWTPIEKKCSSCNHQHAILSERITRFPECLVINLERYQLEGPQFSTKKINCSLEPSFELDISS
LQKFPEIEKNGLEQSEKQQDSQYGQLLDRMKSCEIIKCCETKNIIMEEKHDKYSLVAAICHLGETPTNGHYIAYTREDTE
NSWLYCSDDLIRPATRSEISLSIRTSGYILFYEYE                                             
>Cele_C13B4_2_1                                                                 
MPIVNVKWQKEKYVVEVDTSAPPMVFKAQLFALTQVVPERQKVVIMGRTLGDDDWEGITIKENMTIMMMGSVGEIPKPPT
VLEKKQANRDKQAEEISALYPCGLANLGNTCYFNSCVQMLKEVNELVLKPAEEMRIREHNDRLCHNLATLFNSLRDKDRA
LRSKGEPIKPFAAILTLSDSFPQFEKFKQQDANECLVSIMSNVTRIYGLSGWNIESLFRIQTETTMKCLESDEVSEKKVE
RNNQLTCYVNQDVRFLQTGIKAGFEEEMTRNSEELNRDAKWQKNTQISRLPKYLTVNINRFFYKESTKTNAKILKSVQFP
MQLDTYDLCSQELKDKLVARRADIKLEEDAKLERELRKKVLDKEQGDKIFDDGVALPTAFEDDAGSNNSGFYDLKGIITH
KGRSSQDGHYVAWMRSSEDGKWRLFDDEHVTVVDEEAILKTSGGGDWHSAYVLLYEARVIKQFPELPPAPVPTEVAADTA
EPMEVSEKQ                                                                       
>Cele_E01B7_1                                                                   
MNSSGLQFTSMTELLATCSLTEQQTRQFEQKSLDVVYQSLKNLQGSAEKARGDLEQQYRLLMKAGELGNIITKSSKFARW
KQNTANAALFYADFEKVVREASNLQSVLNIKYENLVRRADTQKRAEQEAADKRAATITVDSTMRAVRAKITPRELVRKVE
NDTPKKSALIFDIRQNQSDAIFYNRSEMITVIQVPYDMIDSSLTFASFRTNLAVTQRALLARLSTSDYVVLMDDDGPELV
NTSPLPKSKMSFLFKALTQYNQSERLRERPMFMEGGFKMWKAQYPTYTKNEQPVTPRSIPSDELDDVISAYHRNYPMISE
IRYPDLNTMRPEPTAQTPPAPAAPPAAPALNRQSTIPPVAMTQRPMIPPSLPSSTPPAPLKPVAPPTPPIFPLLDRTSKP
STLPERPIDPSPTRQNGGGEVKRPPLLDRATKPNAQNAQTSKQHEAQLLSIYDQMDMAIHRVVDDSTRNKGRGVPGAVGL
FNMGNTCFMSATLQCLFQTPGLAEVFTKKVFVSKVNTQSRLGSKGVISAGFASLSDMIWNGTFTAIRPSRFLQLFSDTVY
QPLSDGRQHDASEFQIFLLDALHEDTNQAQRISFEQNYHGGAGIAKEAADFLKKHYQFSLSPVNRLLGSITVSEIRCLTC
GASSATFEENTIISVEIPSNSSCSLDMCLRSHFSQTKLDGDSRWNCPKCKEPRASTRTSKLWQPPPVMIIHLKRFALFNG
DFEKNTAAVTFETARFDVRPYLHEMAPAEKPVYKLYAATLHNGRLNSGHYTAVASHLRSDKWLRFDDSVVTPCENFKVDP
SLAYILFYKRC                                                                     
>Cele_F07A11_4                                                                  
MRKTDDGGGSGRLSSSCSSIRSSNYSRSYTPSFNTFKYSPSSYTPNISRNLNTTSTGSTTSDTPKLSSSSAPRSRLSFTT
PSSTSTNLPRTSITSHKTLYSSPAAARVSVSTNDSLSHSTPHNTYRGISKYSTIERSTVADTKPYYSSATSSLSSTYDSR
RHSRSDRISSSTLPDVKIETGPTTRTHMVHPTSSHIRSRSSYGRSNTVSMFAQQARERADREEKDRDYKEWMQKEKDRET
ELGLETLYPTTSSSSSAQSSAQSEFRRSVAPSPTSTSTTTPYRSNRYSSATRGGNSSSAAPLDDIMSTSYSSVAATPPPA
YSQLSTSTSTLLRTRRERLEREEEGRNSSSMTPQPQSLVPPPPPPPPPPPSAASNGRSGYLPRSVSAAVISSASSSSVYK
PTAMVLPYEEDREKVCVVEQGYTGLRNIGNTCFMNAVLQMLVNNIELREYFLRNHYQPEINETNPLGSEGRLAKAFADFM
HQMWSGHQKAIEPTQIKNIVAEKASQFANFAQHDAHEFLSFLLDGLHEDVNRVKKKPLTGTVESHGRHDLDVSNEAWKNH
ILRNDSIFVDLFHGQLKSHVQCPNCDRVSITFDPFVYLPVPFPKNKQSTDLIFWPLENQTKPYKLTVSYSTEGTVADFLS
VVSETVRVPTRNLRACEAICHKFDKIYSLDMKVSDIVSPDRLFVFQTHDEMEFNEEIVILHVLQRELYRKNTKHACHECG
NSKLKLKACEECYDAVYCSKECQVANWSTGGHREECSKRKPSETVGHPLIVSLPRSQLTYQHLYRVLEAKSRHTPPGESS



SSSSVSSTPRRRSVAAEPRTKNQKMFEIRKLSGQNDSFGSHSISDDEACQSLESGGYVSVNWINQRNGKPYITIENRKDI
DVDVEKSRQMNSRNMNGYVKSNNSETNPHLTQMLDLFSETERLKPEESWYCSTCKENVEATKKLQLYRLPPVLIIQLKRF
VYTAFTYQSSMARRSKDTRSVEYPLESLDMSPFLAETSPHPNSTMYDLTGVVCHSGNSYFGHYISMGRLADFDSSKTKIE
WRNFDDSTVARQSTSTLQTEDAYLLFYKMRDQNVTRSIFKRHYSCDPGAPEEVKI                         
>Cele_F09D1_1                                                                   
MTNEEPKSPEKVERRRSTQEDSEKDKKRSRDDRKTEKRTHDRDRKRNRSRSRSRSRSPKRSRRDKKEEKQEQEEEDGEIR
DTTPPAPEKPRQLTARELERQRIIEEELKSGKHDEHDDDPVWSMKKAQAEKKSRMCPYLDTIDRSVLDFDFEKQCSVSLS
HQNVYACMVCGKYFQGRGTNTHAYTHALETDHHVFLNLQTLKFYCLPDNYEVIDPSLEDIKYVLKPTYTKEMIASIDKQS
KMVRAYDDSTYFPGVVGLNNIKANDYCNAILQALSAVRPLRNWFLKESNYTSIKRPPGDKLTLLPQRFGELIRKLWNPRA
LRTHVSPHEMLQAVVVCSNKKFQFIKQNDAADFMLFLLTTLHSALNGTDKKPSIISKTFRGRMRQYSRRVIPAEDTDEEK
YMKLRMPEYQEKVIESPFLYLTLDLPSAPLYRDVQLQNIIPQVPLSTLLEKFDGKTEKEYPTYNDNNIMKRFELLQLPDF
LIITYKRFQKNQWFVEKNPTIVNFPIANVDFYDCLAKDARANHKYTTYDLVANVVHEGTFKDGNYRIQIVHEGSGKWFEL
EDLHVKDLLPQMIVLAESYIQIWRLNKEQTRDERAEGEPMQN                                      
>Cele_F29C4_5                                                                   
MGLQWNNVFHQRQDFVHSCTHRVERLLELEELRKRLVNTGNSCYYNSTLQAMSSCGPMVVRCENLYRMVRYKIRFLDNSL
NINQTQPCDIKNNNIVLRNFLKIVSCLQLGGHLNEPNEVMKLSTSKLLQYRRNVGKIHEGFNNDDQHDAHEFFLTLIGAV
DDVMKVVLENAVMIDDFESPLNPAKVFKIDVETLCLVVTLKRYELEGRGSRFSMKNKNCRVEPTFELDATSLRNFMPVEC
SELNKNDAHSNNSRLHIGADEEVVQEDVTARKQLFFDVFSNMADFDNTLVGMGFANGVNQKRCHFKRERVAHISEMSQYQ
LPGVTRKIEADGNCFYRAVSWWLTGVESHHMIFREAVGKHLKKNEPKFKKYCHDEIYEKYVDNVMREGVWASTCEIFAMA
NMLNVAIMTYLGDSGWMPHSPQNTCPPRQGALYLKNTHMHYESTISLKKNTSMKSTMTSQKGNNNERLMHGELHEKDNMR
GDAPPRRYTLVSVVCHLGSSPNKGHHVAYTKKSLDNDGWLRCSDDKLRDVSKENVANAVRSSGYVLYYILQ         
>Cele_F30A10_10                                                                 
MTKETDKKPKERPNQRKVAFRNEAINALVNTDEDQVTFSKAMEVAKLDCQKCLLHDMHSSKSSNCRDNPFCIHRLGLEKF
EKLITQEQETKEEAKKDQKRRDLNDQPAGLINGGNFCYVNSFLQVWFNVPEFRQLIYDFRPSENFVPPEAPRMNVQATML
ALQDIFYTLQTTPFNETDKTSNLGKLLRLNSEQQDSQEFGLKFFNALERCLPDHPNGKETLKRLKDLFTGETCTRIVCKC
GQRSEREETAISLTLNIEGYCTLLDALDAYFGEEHLDDFKCSKCNKTGDVSKQSDYVKLPPVIVIQLNRYKYTSKGRQKL
KTPMAYPREIPAKAFQRTNNSIPPPAEMYDLFAVTIHEGNNAECGHYYDLIKSPLNQKWYRYNDETVEAIPKPPGTEKPT
TAKTEKSRKKDKEKYPTDQKACYGLLYRRRDAFKPLPHPKLPPEELIIDSKTEIEELFEGLTKKKIEKSEKRLYDLERRI
NKVKISYGKLETHSDKYKEANEVVFLPTTLLQDVLAQEYEVAKGEKKKKKKEASENEEKKKNEEDEALSAAIAASEADQR
DKASSEPSTSAAATEAGDDEELRAESETPNPENAESTQVAIMETDEIMDTTPTKDIDILAKAMEDNALPTVEVPQPELKK
RTRQQNGEVKYVYSQRTPRKSHNGTNGTNSSPQKQPVSSRVAALLSSHEIPTCGHGKMSIDPILYGDVKAVSRAPAIALL
REYDFRVKIVYDNGENVFPENEKERDVFIFTAEDICMECVREMREEGNFNNQLEDDEKLVRRILKEEKQRCSVKCPSERP
DGYLYVAKFALSNFKKSAMSARENRLAQSHNKQGTLHFDSHPMQKSNSGYLTLSLKRTRGKPRKSLSEIPEKMQKLDEIG
SKELPDEIIADEEEISENMGSDIPTKPVESINPDALVPFEKIEFNSELRCSHGGINFNQFRLSVSPEEWAHLKVYFDECY
EVKCSDDVCDQCRQMEVDAQNGSENMRGLVREMRKRISDTLKTVESRAESKEDGADIKYGICSVFIDKLRKLTSRQSTSP
PSICQECLLCPHQQPFKGFLNEDNHKDSHVVGLTEEEWNTFLTEIRKLEEAGDDQSIAVDPCPIPIENGQIVDMCEKCFE
QHIKFTEEQKYMFENENIYVKLVNLNVEEDIAKANGKARRGRAKNLYAIKMSSTNKLMELKVQLYDKTHQLPNDQLLYRT
AGGEQFDVSNNQKTLFDLRLSPNNNDNPLILIAQQFSPSASQADETGDRAPERGFVDTALAH                  
>Cele_F31E3_4                                                                   
MASATTNQGNEWRFVAPININTTTENTVSCVKFDPHEDLFWIGSSTGKVTSLLPTNHFTRYSAFVVSNISGVHSLEPTES
LIFTLSDTMLRATTRQGIPVAKFTSPSMTKMAASCHMPGTSTFIMGGFQEKLIHYDFVKEKEIRTTELKASENAIIIRYN
GTNTFTADTRGNVFVKNSKNCETIHTLDCHQDQVLDFDVQGNKLITCGVSMNRLKNMDQFIKVYDLRMYKALSPIGMPYL
PQFARFMPSYCERVCVTYQTMYNQPGQTATWSNHPAGVKMFDLNSNGNSAEFPIETSLISAFDFSSNKNFIAVGNHCGIV
NVFADRDQPQVNENSKETVFAAPPVQPPLSFAIDDTTQTFGSIPLGFSQEPLVSDWPTELTQIVYRRRKPPTEQTNVKSI
HYLSQIKNPRINSKLKRHNIVPYFFEQEELIEASNDHGSKEEAPQEMKRIKVSKLYKKRPLIVNQVPARRGNSQDETQET
YTWNIIRHVTMQSTHGMNLVANTLVQVAYSLSPIRSIVLRHICTEDSCITCELHFLFTAFSSKIGDNSGMLTNNLAWALA
RNGVSLKAGGVLSATQQIIKTVIDDVARTDASGSICSKFDRHLRCIRCRGLQQQESVTDHLLKLNYAPVYQASLCQLIEK
SLHIGDDSGEIECEDCKQMSRMECKRKVRELSPVLLIDTNASSNGFVEFWRRQLSLFERKPGGNRSSALGTVPESPSEKK
NCRFGTDCRNKKTCKFVHGLVDWPAEQTKLLEDVDLPEWAHYIPSRIAAQLCEGIVRLSDVSDLPDYDEPSAVIYELDAM
IHAVGNGENDVNWTHPVTLLRESPVISSSWTLINEQLVSRLHDHEARHIDGRWKLPALLAYKKKNFDVKTSEDIISNDLF
LAEENLASNGMTSLAVQSLEELPKEKELVGLDAEFIKIKTDLLEFDGKTVQMRAVGRASCVDSTGERIIFDDHVKLTDDV
EVVDYLTKFSGIVKADLCPTTSEKYLTTHKRLLLRMHVLIQRGVTFVGHALHNDFTVLNVHVAESQIIDTVTLMRLGTQR
MLSLQFLVKEILGETIQMEAHDSVVDARYALKLYRKYLEIKEQGLLGSEMRRIYTILPCPSPNQTSSPLVVSTTRKTPED
TNPADAAPKSV                                                                     
>Cele_F35B3_1                                                                   
MEYVISVNKGRFEDIFNNPKVIALFENKPILKPAPIYNSCLECFAISVCQALLACPPFVRYVKEKIAETKLDMHMKSLVA
QFAAHSIPAAGSGDWPRVSISKLLNSIPGGFNGKCREDAEDWYRQLSKEFYDETFGQVSAYYKTVCHECGKCREINDKSP
RVQLRCPDLEITAANIESMLAVTGNEIVTWEHDGCENTTCRETTRYEFPDVILVSVDTFQDGNRHIGKELEFFPTEDFSP
ISVNNDEPDIFHLGGVIYFRTFNCFRDESSGHYMARVYHHGNVFLADDNRIYEQNINRPTEPANSVPYFAFYYRQRRAGR
F                                                                               
>Cele_F38B7_5                                                                   
MTKEGKMLTIPLVEENGKRDVMIKLIFTPPHDAFRTWVVNEFNKFIEENKNSMQATQSKRPPSAASGSSSRTEKSSVRPI



FNEQILREDHEKARQLSRPSSQATKSSEVASRLSSDQGRESSIGLMDQMVASSDAFDSLKKDRKRSPVDALQTSAPKTMK
PKRSEDIKDEKQRDEKPQAETVFSEILEPAQSSKRSESPLLSSDVFLRKLHENRQLVNTGNSCYYNSTMQAVSSCNPLVI
RCEQLYRMVRDNIELFDDSMNNDQADIKRKYIVLQNFLKVVICLGWHFNKRNEGKSIELRRYDLLQYRQNVGKINEEFNN
DDQQDAHEFLLTLIGAVDDAMGVMSKNVKTIDNVGITLNPARAFKIDVETMYVCQGCSNEELKVDSRNDLGVSVMDGCSV
QKLVSSFVKWSPIEKECSSCKHKISSSCERISTFPECLIINLKRYELEGQGPPFSMKKKSCRVEPSFKLDVSSLGNFPPV
EHPEMFENKEYSTTEPVNSEDSRLAEITTDDAHFNDSRVSGRLLGGADEEMSQCSVIVEDVKKRKELYFNIFSNEKDFDD
ILDEMGINNGENQKRFHFERHITGPPSKMYQFQLPGATRGITPDGNCFYRAISWWITGVQSHHMIFREAVGKHLKKNELM
FKKYCHNEIYEKYVENAMRDGVWATTCEIFAMANMLNVEIITYLGDSGWVPHSPQNNYPPRKGAIYLKNTNMHYEPTTSL
RKNSPERSPMKKENTNGSSMHDELDENDYLKSDIHPGTYSLVAVVCHLGDSPNKGHYVAYTKELYKNSSWLRCSDDNIYA
VSKNDVSEAIRSSGYLMFYELQ                                                          
>Cele_F59E12_6a                                                                 
MCSRDDVIIGQGDIEEKNSMRSIHEYGSLEIENLFNHQPTRRQFLLDMLNVKWNERAVIVSPSVSMSPESDTLAQSESSV
GIFNSSSSCWLSCIVQLLIRVPQLESVLLNFTSMEYLNYALQYNKKNLKHAELLYTIVGTFRELKSARSTSRPIEVIALL
QVLEKMSASPIIDHQQDVCELFTTISQWLEIAIDDAMDYHVNHENNHSEEERQLYINQKKMFDRIFPSFRHNDSLGVTVN
AQVGNFRASVEHFFEHFTSNSVDMVFVQFDRAMEDRTKSNERMEFPKSFQPKFPKVSNQKVSNQSFQKFRTKKFPTQPNA
NSSCYYKLTGLIVHVGSSAKEGHFYSFVLQNESSRWSKFDDDRVSNVRWEDVAAQSFGTGSSKTASACLLVYAKMDGDYD
DMSDDMMVIRRNPQSTPAVSIMEEPVIDDFALDPNFGIGCPPKCDVVGNENDTISTHSLPRFQRFRRRRFLGGFFKKRKL
IRKTEAKTIVPWSDAKVQK                                                             
>Cele_H12I13_2                                                                  
MSRDDDNIDHLMSKLDLFGSLELQKYLDGQTNCQLESSNLENTASPSDGEGEENSMEYSYSPRGLNLSTGIANNGSSCWL
NCLIQIMFNTPGVEFSLHQFATKPFLERMRDTKDGNRNKVALMFLLRSVFTDLRFSAERAINITSIIKVVDQLSPHPVSN
QQQDASEMLQNIVIWLKDAVDAAVAFQRIHVRECHEDIRLMEQKLKIIKLQEDRFDRIFASNMYEETLGLRVHIQKNSLR
ESFEKFFFANDAYSVDVVMVQIVRLAQDGRKLHDNFLFPGNLVTESSATKEKCYFKLTSVMVHRGECAQSGHFYCFTLSK
WANVNS                                                                          
>Cele_H19N07_2c                                                                 
MQCSPDPEDLLIVPTHDIPSYDESLDPFGPEGHLSLDIDCFSKFMSRSDNRIMSKPIIVRGIPWRILAICRNQQGSRHSM
NSRVNRSNFNFGFFLQCNNDELLQKRGMWRCYGTAVLEVLNADGPSIQKKIHHSFHNTEVDWGFSNYDQYDTLCNPKDGY
VVNDTIKLRCRFTADVPTGANYMWDSKRHTGCIGLRNQGATCYMNSILQSFYFTTGFRRAVYNMDVGTEPNESNIVLAMQ
RVFYELQMASEAVETNSLTRAFGWDKLDAFNQHDVQEFCRVLLDNLETKMKGTSEEKSIPNLFRGNMKSYIKCLDVDYES
SRTESFYDVQLNVLGMDSLERAFEAYTTSEILDDENKYDAGDHGLQRAEKGVKFVELPPILHVQLMRFQYCGVEQKINER
FSFPEKMNLASCCELGPMLTEEDCVYSLHAVLVHSGEFHGGHYVTYINVNLHESAVDPTSSAKWCKFDDDVVSRTTTDDA
IVSNFGGEKTMNSSAYMLVYVRDNAIDQFLAPIPDSQIPQSVSRTFEMERLHRNREKKKLEEEQLCMGIVLVTPDIVASN
HSFDLVDQSIVHDSIPHETVWKHMFTAELYQFVHDRLFEKSAMQKIDMFDSDDEARQARRDNLRRIKSKKFNFRLWRMTD
SYSLERTTQKLTSRLRPSEFIDCKTDTRLDTLLSQDFETIYVEFSNNIERPLCEYDTARDLLFFVKYYDTMTDKFTIIGH
TMFDCHKRFNLYRSMLCEMIGLPADTELKYYMEHAASYLELVDLTQNYSIGRLVEEQDGGILVVEKVETSTSTQNAKQKM
NELFLDVEVEFVQSFYNKKPEEEPFEQFVKRICLDDKLFTVAEEIGARLNVDPKKVLIWTRVSGSRFEPFFDDYMLNTCK
GLMTRPVHDPRAYKRYRVQYAIMPFDIDEISKHRIQTKLFWQLPNGHVEELTLFPLKEGTVIDIINEAKRYYPFVEGGSG
KFRLLQIGAPPLSNQRVYQIYGENTLISDLDQRTMYKLVSSQALHCRLEEVPIDELDMSPGEFLCPVVHFDREPTKLFGL
SFVIKIRNNELMTEVRDRLRRKLNDVSDADFAKYKFALLSRDKLQLCRTIEFNNGEKVNLADMANQTTGVPQVYIGLDHK
SPIQHSSEAAIRILN                                                                 
>Cele_H34C03_2                                                                  
MPTPEDVPMDENDAGRVAEGSQDESKTPSREVLKKLLNEVEMAEMEENEMWYLISQKWWNSLIKAVRDGFVDDVGPIDNS
QISECRNGSFFLKQRLAEQVDYTPVPEILFKRLERFYHIDDDRRDYIQRRVVRKDGKLCIEVYPRIVHITSARNRDIKAD
LVLRPDDTMVSLRERVIGELSLSTTDNIRFYVMNGENYELIDTAQSIDSYFDTVQKVVVDVEEDGEFFIKGKSATPKSLF
GTQSSSSHGGNGISNSYNSPSPSTGVVTRTTPGACGLSNLGNTCFMASAFQCLSNMPPLREYFLANTYQNDINEDNPLGT
HGHLAMAVGELMKGMWSGDYASINPRKFKSIIGQFAPRFNGYSQQDAHELMAYVLDGLHEDLNRIKKKPYIEDSDEDAKL
PEAEYAAKSWEVYKMRNDSIIVDTLHGQLKSTLICPVCEKISIKFDPFGYLSLPLPPKEQIVKQTVIVMFLTRKWAKFSL
GITDTTTVEEAERLMLDKLQPEQQHHFVFFHVPSQYHDDITMMRPGDRVRMPGREVYVAEVEHDLQVKGTRLFVAYNRIK
LVRSASLPMIYSLPTGYPLTRGFLNDHVFSTTKHFFINPKAVAELGGGNSNDDDSMSGSNSADEREPYKLFVGPPGSTAS
LPIPPTDDPIPFPDENSHDIYSNFLQIVFQWKDLKIFNQYKGNELIEREMTVSTRRKVLLQETLDWFTTKEQLGEQDSWY
CPQCKKHERATKQLALWKLPEILILHLKRFQYTKWSREKLTWEVVIPVRGLDLTDKVANPNHEKAIYDLIAVSRHYGSLS
GGHYTAIGYNDREQKWFDFNDSSANPTYPPAEPYESSDPYILVYRRRKLDSNGKPIEPSAVSESLHSRPKRGAAPTISSA
TSSASSSRHQVDENMEMEED                                                            
>Cele_K02C4_3                                                                   
MSRPKRNNNFLAPFSFNFQCGAHVNNHSLAQMVEENETGTPGTSRTVTFHDGRKLTDAEHFVFFKVKEVIADKVAEAEIL
ESIRKRSECKPTDEQFISDIINELFYSGEPPKGRKSERFIGPLFDPEKASTASGPMDCTDVVSYDSTHPNISEISKKEEV
EMQSAIQQSLASSASQNISRPTMLMSNLEDMVRNPNFSTGLYNSGNTCWLNCLSQVLYSIPKFRSILYHCAPLSWHEQPI
TNVKIENQQHAELLMLFRGLFAELQFSEMKYIEVGPLINMVDKLSKSSKGPSTIGTQQDATEMLTLIFDWLQRAFDAALH
AQLNPEFSNVSDEENLVISDSTTTAPNSDIIGAPPGYNAANLSLPSSSHVDPKSTLNPMYVNEKEPSSTPTSLFGTRSKT
IEVNESMDTEAATSSNLPGNSVENHPNPAAPEVDDNKKAFCDKLKESFNNIFSSVCYTESVAEDGTVSVKSNVRNCPQFF
QLQVTYGNLHDALEAATFDHGLGNTASHVRNLYDPLPAVIFFGLSRFSFNSNIESKLHDKFTFPKIIFMDRYLKCNKEQL
VQLRSHRELCRDSLSEVRAKLSGLRRYPQGNGEVRLEDSFQTVWQAVSNFREFVTFYLKVSQKTFFSREDAHENTAFVGP



LTPSTYQSSSDNCSSKFVKDGGKLFPTFTEGFFPGKAAFIETLQNMLEALKTEERDCLAEEARLQEVIDQTYEVPELQQH
KYELHAIIVHSGEANRGHYWTYKLKKSIDGLEEWEKLNDQNADRVDWPKVESDSFGTGSRDAPSAYMLMYVRSDAEWLVS
ADKLTALEAFETIPPDLQEKVLQKRDEFKEKLQRFRENKEFNYQQFSVDSPTVQSTEETPSSFSWYRDELEDIDIGDENA
NPTKNDYLLNARLDSYSVPIAPDVETSEMKRMVSQMWNQITKIAPRKYTDSQDLLDSNLRSVMEGESGGINFINSRLGYD
IHELRSDADNDVEGVYNAFINEYLGLVKDLHELQNSKFVVFVGFQLQRIHVPVLRYLLVRAMAVSELGIISQRANNELSG
MSSNSHDKGTAMLQIALLLSHFFELGVMSAWGCRSSLENIHVILNDFKKKNSRGSEQIEVTYCAMIGARNARICNGLLRE
MAYFLESYSIFFVSQKHIEACTVFSTITMIKLIMQHMASKTLQLIDMEFHLSKNERRVRFEDIIREVVSSVCIIHHWSKS
YSKEFQNEINLKELMGLLHLKVEFMVSLTSFEVADPKYECLQAFKAMVVNTVMDLERASNELDYDVLDGAVELRELKKYF
KELQLTDVKVNNIITSYDPIIESLVKI                                                     
>Cele_K08B4_5                                                                   
MDKLAMRYLKMSIRGIQMDAPEMMALIISWIENGIPIEARLQLQDIFMGRPNHRFQLQSMVPNVIRLNVTHLNLERSIEE
SGDWNMMSYDILPKVVFIEVMRTTVIDEHATKIHDKFEFPFHIHMDNFLEDASEDSQQTLHKYNLHAIIVHLGEDGKGHF
MTYRSIRNNCDVEGLATQWVKLDDAISTIIQRDQIASQSFGSGSNEDSSAVLLMFLQDYPENIVNTKNITSTCWKALKIK
VLKLLGSGDSGDVYAVTWMGTEYTLKLAKSNNSKTKSEQLVEVQNMAKIQKVLPDAPNFPECLEAYFINDIPTEICQKLQ
SSAKVRVDNYCRIVEYESKTLTPVRRRPNPPFTQSGKKENGFWHEDLHKGNILLAVTDKDFIKYRVDKKLIKLRTNGLME
TSLTSCSYRIMKELSKKLFEAKTIEEFWNYQDLLESVIVM                                        
>Cele_K09A9_4                                                                   
MADSAGRDDDGMNSDSSQPSQNIEKEEGILDEESSSSESGTGTDTDKDDLEENNNPRPMLPKQMESRCKHVKDINPSDLS
QLLQKKLKCMTCHDSVSFSCAHQDCINSLKSSCCKNSDHLLPHMAVHNHPPILYHDRKSILCTRCMVYTPVKRFLTHTKF
STSDKVEQETRKMEPLAFRGLLGYLNFGNTCYMNAVLQLLGHCSPFTQYLIELIPPGGWSNCSHDIPKTAIQMALDLRNM
YSDFPLPYLSPWKIITCVRNEMPGFECFQQQDASEFMRNLLDILDRDLKTCSEYHRTNTLIEMGNPEMDYAIAMNAPHTK
TAISAIFQGVLENQIQCHSCGFRSRTIENFLDLSIPIVGENEFEEMYASKKLDTPKAPCTSSNIEDGQDPGFLVHQGAFN
KTSLESCLDRFFQNSTLQDDNQYSCSKCEVLVDATKSTKAHRLPEVIIIQLKRFRHTMFGSCKVGKVVEFPLRSQDFGRW
TTSGEPALYDLVGFVVHEGRSLEFGHYVSYCRHEQDNQWYKFDDMVVTRCDATQVAKSQPYILMYRKHTTNGEPSISQNT
ESPFNFFASRRLFSDRDSEAWDVIRKCLDEDGKEKKVAGSSRKNIRKKKKRMTKQQITDILKKASIDDVEQHYKALQQIM
DDIVKSLSQKDPNRDKNKASQDASKEALNNLVISMETWFKVMIKKKWVERRLEEERELDETHRLLYQDESIPNTSG    
>Cele_R10E11_3a_1                                                               
MGATGSSQLEKEISTTESVNNANEHYYGLVNFGNTCYCNSVIQALFFCRPFREKVLNYKQTLKKSGASKDNLVTCLADLF
HSIASQKRRVGTIAPKRFITKLKKENELFDNYMQQDAHEFFNYLINTISETLIQEKIAEREKASRHGTLKKGNVTVNLAP
ATAGLPRSDEKGTSERNGGITVEGNEFLNKSDTTTWIHEIFQGILTNETRCLSCETVSSKDEDFLDLSIDVEQNTSISHC
LRVFSETETLCGDQKYFCETCSSKQEAQKRMRIKKPPQLLALHLKRFKFVEPLNRHTKLSYRVVFPLELRLFNVSDDAEY
GDRMYDLVATVVHCGATPNRGHYITLVKSNSFWLVFDDDIVEKLEVSSMEEFSGMSTDANIQMPPGNQSAPQKNSESAYI
LFYQARDYAADDPNHNHKGKNSTHSV                                                      
>Cele_T05H10_1                                                                  
MVRVEDSNGADTDTNPEGESSGYVRLAGNGLPGGEQQQASSSGVAAAPSVDSSPGRSVPLAIASSSSPANVANNQYAIPV
DENGHRYVGLVNQAMTCYLNSLVQSLYMTPEFRNAMYDWEYVQQPAHIKEQRKKAEQSIPCQLQKLFLLLQTSENDSLET
KDLTQSFGWTSNEAYDQHDVQELCRLMFDALEHKWKGTEHEKLIQDLYRGTMEDFVACLKCGRESVKTDYFLDLPLAVKP
FGAIHAYKSVEEALTAFVQPELLDGSNQYMCENCKSKQDAHKGLRITQFPYLLTIQLKRFDFDYNTMHRIKLNDKMTFPD
VLDLNDYVNKEKRSTTSSAWQQIGKNKSENEEDDMELGSPNPKRCTPGVQSPNRYQGSENVCVGQPIDHAAVDDIVKTSG
DNVYELFSVMVHSGNAAGGHYFAYIKNLDQDRWYVFNDTRVDFATPLEIEKSFGGHPSGWNQSNTNAYMLMYRRIDPKRN
ARFILSNQLPQHIKDSQEKWKRLEREAEDERLRKLSLIQVYVTINYPFPSVVTLPDKKQLDLTPQKYQIAEDFGEYKTEI
SREMPIKNVFNHAFEFFNERARAYNLPFTKNSARLIYVEHGSLMMDFKSKADMDKKLRSVFNVNHGEPGSMYGVHFILDV
RIASSFFPVDIKNKITIKVQRVDIGKKTTANELIVVVDANEKMIKVKSWIGGQFRDDIHGVLNARVVLEVASSRCEFMMI
DVSHNATEFGSLIQQYVGHTTPTLYYDGGLNTMVTKESQEATLADRKLPFDKSVMYHILDRKCFSTMVKVRLPSQEEIEK
AASTKNAYQGPTWAETIAIMKEEDRLWNEPRAAVEVMSTVSRTDTTDHALVADTDDEPIPSGRGSTASMRSVSMDDIDAD
IGISGSLCNNTPQMSPCVSEGDDADESQLDGKSQLMSDYMQKTSPDFYYNRDPQNHLNKNLKIALGDETPSESLSAVSSG
QSTLVPSTSNQALSSMTRSDEAVDGKIVTVFSHENFHKLDVDSRMRVLEFKKWVAEQLEMDKDQFVIVKHASDDGSDSGY
EANFMDDETVSGAFQSCFISIKLRAPLKSDEKMMQIILFDILENLRENWKPLFELPVSQSTVIGDVLLQCLRMYKEVYGE
ELTPKMVRLRELGGSGVGTGRAVLNPNDTLEKRSYNWCSHLYLQIITDEAMIGKPGEPIMVRRFRPSTVEVNPTHEVLVD
ANAENPVVSFVEALSKISGIPVERLAITDLKEFNWQKWPYLKSRLDMLENKVNFTKDLQVTYPLPREFLDKVGSRVLYYK
DSDEEAKVLSEDERKQIKIKENGQSANANRRKERPLRIQMSSVCEA                                  
>Cele_T22F3_2a                                                                  
MTVNEGWDSFKTNRWINFDTIPSSSSQNRPAPRAPEIEVNRKTPDSPSNRANRPRTLSDRGNEILDNHELVSSLYAWNWS
ELRENYPEKGIQNPSIYCYAISCVQLLSHVPAIVRIINAKIQLVSAATGRKTSFKAMAMLELSIGRQEDAHDALLAILGK
LDKISVQSNPRLKGRKVADDLFGYSIRNEVQCPGCKNKHVYYEHNTVMTVRMLRKDPSGKSHSIKELMQALFTESKIFGY
NCSKCKKKSDAPVKPTLLRAPQILLMHISRFSFDGWGKKISRPVTLNETLDVTSMATAGASTVYKLCGAVIHGGTTLDYG
HYWCVARSRKREEQFVTLNDSSVSQHTNPRDALQSYIVLYRRREHLANVGNEKSMI                        
>Cele_T24B8_7b                                                                  
MLRVHCKRSKEWHNCNIGCRQAAIILDKDGLESDRGDAARSPVTPASESDSVDLDMPAGESANSPIDGDTAPLNVSNNES
GDEGPRKRSASPATANQSSWGDNPAKKICTEGIDLWVQSTSEATAVPDVSQQYQDNQDMLITMGFKSEEIDTALRLSNND
VEKAIQYLTREISGLDSAPITASSSVEKSKYPLNDLVRNQFVESDEEDVAEEMRTVWDDASMARIKTILENNHKYVIFHQ
NGTLHRRLIVATNILRSGKHERMSEVLNFVDEFMSFIIGRHVNCSDVRPGFELLRQLLELQPPYIGEPEAHAIEQFYIAI



TPMLCARLTITPSSVKTVLAIDEMFNFRNKFFIQGVQYIDLPEREFPPLKYIDLERLERLEYKRIYAYLADVFVDALIPM
IDEKVDAIGDEDTSEVTLLDLQCLLRALNIFSNFMHRGNDLFLCKLETWISKSLDRFRIVNDKEVRDALIRRQGLDLLQE
IVILCDRFGLEVATTTQSARLNYLRKWIKCPQMESILHALEELGTIADRFHRTGGMTITRPKSHVNEEFFKKWLEENKVL
QIVLTGNMDHVVYVERIQPILQYMTPELTFDDLKFVWSLRKGRMGVSVDNFNKIMEFISKSVNNEQIEWLIELFKKSFRS
RETRLYEPIFNFSYTIAIQKDRDDECKLKICNVIWELIHIARGPPRCGSFKAIEHGMKKHCDLLGMMFDKSERDSFLTNM
MDGLNVDEGFNEITVVYLFIMLDKLKRTFTPKRSTHGDETLSRVNELKASLRERKLADPLLDRLENIRHVAHERFEASLN
ANQDSQSNAVFESTNDVFGSHHVDNILTTSVYGCTDYGFVLQNTLRLLKWLHDVDASIVDVEYVQRLFKIFIEQSDSKPQ
EKTEIFGFLFEVRMVLMRPETSRAIITHLCGMDIFTLQITGLRCFCKYWEELPILSNEESRPVESFIVKKDNECKLFVWK
LILFNQFDDVVEKCMETFCERDLVLVESPYSVRHHTYSFLSVFSFYVEKLKSELYKRSGKPLTEISYDTTELTMNEDEIK
QHDVPLDGMLTETIVRALNRLVRFMTRFVELGNEKNHMIRENPSHGSSISGHAVTFNIELKNDDDDIDYFQCGLNAWKTL
ICDSSTTVGEFKVRIAKRLHFHEGMTEFTVHKREDDLTMGEANLRYDFLTLQSVKLASETDSVFLSEKLRILVKPNYRKS
SNRRSDLQNHQYSQKKALREDFLPMSIISKCNFYDLLHELASNGDKYIRASVRRLLLLLPTQPSILKQITFGDMDDDEDE
PLTIKINNMCAEYMTPMEPGRMLYALEAISSVVAPTRLTAQATEDATELTNALLEIDVIKNLTDGVLTKPNVIPLNKCSP
GDRHSIFERIIQIIRSVYTGRNTFIKMIRNEFRIREEMRKTCERMLQSRQTPRSIDQPMDYALTKQQIMPPPCVDNQNNP
AYSSSGSVVQFKSLFSSYIKIITSFMQRWDLPDLIAFLESIRNFQWIHVATESLLTSEIEPFAETNQNKGKKTRETASDL
IRAVVKGERWGDECRLIIVKKAFSLIRHMVREWVGSHGDIAAPLLETLFLNNSWVQFYQDVLVNSQQEAYRKYVQENIVK
IGKDSFEITCVSLKMLLEMFMSLPLHDGFTSDLNELQRRQRQHCDGIVQTVVEIFYFESPRRCREDQKDIDWSQLGHKPI
EIIRDQIKSLLGFKPRFCTTNNDLALTENIYAAAKMRMISCLLPYCSQSDIEDCSKAFIDAIINDFLFPELPDIEDSMFE
EESIRWEYQAREAAIQTLNAFCERSYKNSHQLLNMWSKFMIAQKTYDPSYRPIIRGRQFDKVGMKNDGGTCYMNAMIQQL
VHVPGLSRELIALQNIDPQLRWGDNTAALLCELQRVFAQLNFAQCQAIVPEGLWKEFRFEPDMPLNTKQHHDAIDFYSIL
LDKCDNVLKKLELPPLFQNRFFGKYSYEKICYGCWHRYKSPDEEFNCISLALSGDNLEEALENFLAAHVMEGENAYHCEK
CDEKKTTLNRTSFLELPSTMTIQLKRFTYDLVNNMIRKDNQLFRFPFEIDMTPYMTTSRHVPDEHVQDLFDEMLYGNGEA
DEAPSPPHKNGVAEKPNLGSGSASTPSLESAQKKMFRRHRSSTMRLSQSFANTSGFDTPSQQKPLIYELVGVLAHSGIAT
AGHYYSFIKERREEFRDSPHYNKWHHINDMIVSPMSFNNIEDLWYGGTFTQEGVFIGLDERVRHWNAYVLFYEKKRDEPT
ALIPRHIIDRLNDVKPKVTFDVSDEIMDDGEDKMKAVQDALKKDMSEARKLRIRMFNSMDLKMKKFLNDDYCKFLDDRDF
FSFDLYQIYINSLLPLLKREETVEYTVTDLDKADFFKLAFEYIASYIIRVAWMMFDEHRPKNFPRAATDLIRLLLLRHPD
NKMFFFKSLEANNSEMLTRMLETTEHDIRASFWHCMRSALRLWVLENGNKDENMMEPSPDSTDLDDDDEEDDEDDEDDDL
EDEDSETEEMFRQDMMRPSPMALVSQLVMNQSRPPQLKPMLPVDLSKARSQRVSLLDAMHFLNSHFQLNIVRRIVQVLPF
RIHRMEGSGRHYSRSLVEMLYMISRLNEFGKSVLHVCNALQLVGEFLWEDYSTVFCRLRFSEDRIKGLGLWPYLPGLYFE
LLLDTMNRSLLHIIDPHLHYRHLLMTTQGKFMNESLALYCASREEHETTEGKSVNDEKSLHSRIVLCYVRQIQLIVRSEV
PDAAQEYIFNACQILLKAFLKDVQYMFTSIEHWSHVIDFFIDLAQRLVRVDLSSLGACLLKNLMWVGIAEDDDTVEPGVL
PVMLEWKETDYTKYRKMNEALFNIRIIKHPELRAVLLRCSKRFRSIFKMSYAENDIDSDEPMDESDEVMIGPQLLKRATN
STDLTRSAVPSACATARVIETKEINLEEDLKANLSAASLEMTEQPSLEEVLSVDSSEEDISMIALSENPGAEDNEK    
>Cele_T27A3_2                                                                   
MDVETAVRSAVDAGAFIRPTFDQKIFKDQCAYCFKDPHGKDGLYISLKNYHAFCREHAEIYGTTSGNTLFVQFESTKKII
EERTDGEPTSKMTKLTIDSDPKFEFEDKYCVVVHPEYSQQVKNVQNLPEIAEAIAQIANTTSAERLSLLSSTSNAWDAEI
KLITKHQNLEQQDNGKHLALTGWTCEVEGCGLNDNLWLNLTDGAVRCGRSQFLSDGKKTNGNGHMQDYFDSTRFPLVVKL
GTISSNLELIDVYSYDEDDAVIDPNLEKHLKHFGLDPTKMEKTAKSTMEMELDMNEKWEWSKCTEDGLLLEPIFGPGYTG
LVNTGSSCYMNSVLQALVTVDSFQTRYGEQGLETLVNCPLDKLHNDFNAQFSKVVRAMLSGDYSSEMDPTNNHIKPLQFK
RVAAGNHRDFSTSKQQDVEEYIRFLFEKIAENSRTEVIDPTDSFKFKAINRFEDRGTRRVRYTDQEEMLIRLPISGDLLR
PIPDTENRYSVDMKAAIHAYFDVQKIDDYISPITGEPKGATNTISMKTFPDYLFFQVSKFAYNVDGTQKKLDMELEIEEE
LDLSGYRGHGKLEHEIALPDEEPTAPRTTPDIPASVRFVAGELMLMGFCENACYRAAYYSNGNVEIASNWLMEHMDDSDI
NDLFVIPSGTPSARGEVDPNLVASIVEMGFSNHQAKYALKQVPTVAEAVEWLFANMDSIPVESAAVGLSSDAPEPSVTES
ATQKTFKDGGEKYKLIGMISHMGSRPDSGHYVAHMLKEGKWVLFNDEKVALSQDPPKKLAYVYLYKRIA           
>Cele_Y106G6H_12_1                                                              
MLKRQIEFTSDSIRFRCPGGGDKEYYYTQMMYKPIADNSHTGAKLLNIELNKQCEESYIKLEFTSHDAHRHMGWVVNQFN
KMIEANKDVMEHPKKRNLATFSSNKSSNSADHGKNSEDLENYLQRKQSADYQQKKMVNLQHTLTPSPYASSTPKHTPTNQ
MDRSKISFVIKPQINLKNCSRELLSPKSSIFSSSPKPKETSPFYKTTPTKTFSSTPKNLKLENLKSPEDIKSPPPIKKNF
VATPSTSKSTASYSYSRETPKRETPARETPSYWNQEVKYPNRRLYNTGNSCYFNSTMQALSSCPSLVSRFEMLHRLRHGN
YLECPSYDLRPKFAVFESCLRMMVKLSDRMENPHLKEYRLPSFSETELANTRLKIGRVVKEFDNNDQKDAHEYLTELLSC
VDDIMQVVPDEIKHLDPLNSIRYKTERSFICFNCGHEEKSSDCGWILPLSISNNDYGIIELLESNFKTTLETNKICSSCS
CENAVSSERIANFPEFVDLFSVNILRFYWSRHGYRTHKNSQPCGYCSCEVTIVRRPKLYSENIGNIGKARKNSLLLKNKN
RHLPIGCLILNPMRYERTSISDYRKDNRQITVPLTLDLTRFGAFASLEQDENRNSVSFGSCGKDSIKYRNGPSIGPRLLS
LNGGSLDDEEIDIEMMKEVVKNPLHFKWLTDLDEIEQMLKLTNITYRRDDVKIHVEKLENEKSVVMKKFDRPGRVKGIES
DGNCFYRAISWCLTGSQKYHKALRIATANYLRNDIAIVDKYCHKTDHKTYVQQVEGDGWWATNVEICVMANLLNVNIYTF
LSDGWICTSPQNSSTSRSGSFYLENKDCHYEPVLSLKKDDSLRSRKRRNTDTEYTDDNEGGGFKKRKPDDDASRKPRNLS
ESERRRQPPRDAEDNGNHYKKMNANTDQIAKYRLFAAICHIGEFPDRGHYLALTRDLYNPSKWLDCSDAVVRDISSGDVI
KDASSSGYLLFYDRQ                                                                 
>Cele_Y67D2_2                                                                   
MDLRGYSPQTIVAGTLIGGTLAAAVTYAFLTSRNGEEASSSRLVPGLANQGNTCYMNALLQGLASCPSFVGWLKSLKPQD
IGIQGGFVDHLSNLLHLLNEPTGSTLTAQSIVESLKAHGWSITVGVEHDLYELFNVFVTTWEDELKSSRRILMNQSIENC
HSSSSEDDEDVVVESTSLRGSPSIIRKLMSFQRCASMARIDASLRSPCVGLTATEYRCCNTNCGYRTVKYESFTVLTLAI



PNSQMGTSTNTESLLRRFFCSEIIRDAICDKCRASDRKQQGFLKKHGIVKLPQTLMIRIERVGMLPNGSMKLSEHVHFGE
CLSLQDVCFRKNPKINQKSYEESSLHWQLPDGTSRVVGGAEETRSRRSPIHPSQAAIFGDLASNYALIDGGSFVAERREA
QKYAYQLRAVSEHRGGPYSGHFVTYRRASAPNHHTWYYTSDAQVTRVPYSHVAACQSYMLFYERVKPHRLYERM      
>Cele_Y71A12B_9                                                                 
MLCTHIKAEDCVERVPKGMFRKKQDMEDNNLFLEGNSNRGKVVKNQEIIKTFCDECDNCNKSLMCLTCGRILCGRNDSGH
ALHHFEETSHPVVIDCISFELYCYSCDDEVSLDFEPSLYGVLKSLKLLFDREDVMEGGDGPTIPAQPFHSRKNRISHEKS
DKLRFSVKKTPIFLRNSIFLSGISENFDFSVKNGKKHQKSIFPPKKPKKSDLSAQKTSKSVFAPKQPKNSEFFNPKKHQI
SIFPTKNPQKFLFSVEKSIFSTINVQKCAPKKHQISIFPPKKPKNSDFPLKNPQFSFRTVTSVASTFTQKLHVAPASRNS
KKKRGKKGKVSPMFVDTPPFQQQQGAAVIHDVTLSSTNSTSSGSGGATSSSEIAYRPRGMRNVGNTCFMNAVLQALASIS
EFREYIMSLSSLEDYIHDEKEPKNGGNYCYLTDEYRKLLISQSARSFREPTAPNEFREAFISVCPRFRGFRQHDSHEFMR
YFMDSLHTEMRKCRKLPGMPDDKHTPISKYFEGTLQSSVICQTCRNCSNKIDEFMDLSLDIPAQRNASKVRLSDCLSTFF
KLEMLEKGEKPECAKCKTKQTCSKQMFIRKLPQVLCLHMKRFRDNGGKNDAIIDFPMGQLDVTQFLTDDSDEAPCTYSLQ
SIIVHIGYGCGSGHYIAFGKRNGRWFQFDDTVVKGVDEAHVSKQKAYVLLYTKIIRKID                     
>Cele_ZK328_1b                                                                  
MGNTLTGRSNAIAPIISAEDAKTYISDEEYRRIRQAFQRFKNGCINYDEFCYHVLGGAQIPEEKRRLLFSFFSHGAETIS
FDNLLSSLVGLCRVEEVQSRFIEEYHEFASWGLSPPKLTIPLNDSYISFYEVMSYVTHLSVNEVIELEKVFATISDRAVC
KLNEEKWKQALGGCFPDSYAERLFAVFDENRDGQIDFRELVCTLSALCRGPLPGRISQLARIWDVDCDKLLSDEELSNMY
KDLNVPEEHQTVTKSSNGKSALVDFGIWAQENEKYVNEYYSMALQIGHICLGLRPESRKMELQIVNEFEKRASELPLSEW
NIVASGWHAELRSFLEADKNPNPIDNSGIKGTREDSWTSKVACISAESARLKPDLIPSDYIRVPVPLWRAWLRWHGCALT
VDSQFTRKYLDGEFFEDNKPALELYPLEILLLGHDRKKSQDGTENTPRSLTSWACAQVSRSMTVDELLALCKTELRLGDG
DARLWQVVKENEEGNVLLDDGAQNLHQLYSSLGKTKKVNKMKLLLEVRERGTGVWPEELRASLSGKQITAASTLSSNAQL
SDSSGRPGAVGLVNYGNFCYRNAGIQCLARVSPLTQYFLDEDNLDAIKRGNLRRGDAAETTIEYAKLLREMWAAKKKNIA
PNDFNDAIRLSSDMFECSEQHDCQEFVAFLLDQLHTSMYESNKSLHPSPEESEGTDSNKLSDSSKKKEADKEEADEEKAE
RSWTEYEKQNESLVTQLFTGQLRSRLICRTCQSSSSVFEPFTSLSLPIGFEDVDLYQVIVVHRDGRIPRRYGFRLSRDSK
VGNLREVVAVSSGISMSHLTIQCMSSKGTLMSRSPNHRSSNLRDELPLSSFPSGARLYALELPESTGEDQWRVAMHRKLQ
YNHEPYILGSTAGFIVSRFGLPLIVGLDEEVTGKKLYEDVMYQMHRFMEHSVNSSSSRAHDPCEDENSGYPFTLCLVDPN
YEWCGQCPALRFCRGCPIRPDESKVFIPANCPIAVDWLPIALYLRYNHSQEQACEDDPSVAETWSRHFAPSSLEHCIEKF
SCPETLDAAIQCDRCEKKTMRDKVMTIWKLPKYLIIHLKRFEFLREQGRMGKCKRTVNFPLKHFDPAPFVDKPDGNTYEC
IALANHYGQLSCGHFIAYAKSNEDKWLLLNDCSVREVSEEEVDKQGAYLLFYERKDVK                      
>Ctel_127326                                                                    
QGANASNLEKEIGSDQFPTNEHYFGLVNFGNTCYCNSVLQALYFCRPFREQVLSYKQHMRNSKKETLLTCLADLFHNIAT
QKKKVGTIAPKKFIQRLRKENELFDNYMQQDAHEFLNYLLNTVADLLQGENKQLKGGGKANAVNGATNHHQGNFHDNSKS
DPTWVHNIFQGTLTNETRCLNCETVSSKDEDFLDLSVDVEQNTSITHCLRDFSSTETLCSEYKYYCEVCCSKQEAQKRMR
VKKLPHILALHLKRFKYMEQLNRYTKLSYRVVFPLELRLFNTSDDASNPDRLYDLIAVVIHCGTGPNRGHYISIVKSHGL
WLLFDDDIVDKIEVSAIEEFYGMTSDLQKSSESGYILFYQSRE*                                    
>Ctel_206823                                                                    
MNLAIEESRKQQETEEEKFQAELERVKEMSLMGSYEMHTNLIENLSLFFAELYAPTLSTDFNEEEEAGPLEEINLEINKS
MQEQINANSETGDLPHSFQLISVVSHFGSSSVGHYISDVYNLTKNCWLSCDDSSIKSISEADVFSKRMRTGYIFFYVNKE
IFTSMAEESSKESLKMPSRVLHSQGNNNQTR*                                                
>Ctel_225652                                                                    
MALPDVYKPVSCSCEWKVTGIGLACGNSTNWINGSVKLLNELSGHHWNWFIKLYHKVKPDTEKHKIKLESGGINKLIETR
NGQMGLAICLEKSGTNIRIMRPHSLFAYKGLYDRLQILKQNYPSPIPPNVSVRRSLVLSPSPQKSLPSTPGTNSKVNSER
KRSVSDGNMPNETPPQRKIAEVSPHVREQHSSSLPPKKSYLMSALKKSNDSLSDTKGANSFYKTSSSGWDHNLIASSRSL
SGSVPRKPGLLHGSKSVDYSWAKLKATSPFKDRSSSAKLQGFSNLGNTCYMNAILQSLFSLDSFSGDLIRSARLLDKHSS
KLQNKGNLLRALSRLLRANQNCVSSDQKASLLHVIKRAISNSAKRFLGHEQHDAHEFLCQILDQLKEEIISLNKEFREIQ
EMEENAAVPQSDVSKLSNPTIENFECEVLHSISCLGCGEVLTKCESFNDLSLELPRQTVLIIHLKRYAFSAARQGKLGRS
IKIPRFLTLSHLCGDVKDPSVPEPLPKDDLLKSSPTTLIDQENDPLLIESPKSPKQRFSFKRLSKSPIIIDDMDSSPISA
KKSRPESAKTIRVNRPLMFPDAEYRLECSEDEQLRMALEASMTNSPDANLRGQVDGIFDDQEIEKKVKFKVQEGSSPAVS
AGNAEKSDKSPEAKQAGDREDNIWSVSPKAEPSKWTEDNKELPEYDSMNLAIEESRKQQETEEEKFQAELERVKEMSLMG
SYEMHTNLIENLSLFFAELYAPTLSTDFNEEEEAGPLEEINLEINKSMQEQINANSETGDLPHSFQLISVVSHFGSSSVG
HYISDVYNLTKNCWLSCDDSSIKSISEADVFSKRIRTGYIFFYVNKEIFTSMAEESSKESLKMPSRVLHSQGNNNQTR* 
>Ctel_138675                                                                    
MDNCKHVIRLSPSSDHSVLNPQKWHCGTCATTESVWACLSCSNVACGRFIEEHAIRHYEETKHPLAIEVNDKYVYCYECD
DYVLNDNPAGDIKILRNCLGAVATQSFTGDRGHRQRLLRSYSYNPSCSLRYSDNSFHDEDLTYTAIWFRSDIVLYAGITC
WQKPLLHGDKPQRKLVKAANWSVHGMSLPTSSLLRYLTLTQTEGDKSPQAATSSPTVIPLSCQSSVRRKRCIIPGVTGLR
NLGNTCYMNAILQVLSHLDDFRELFLALKFPKVLNDRERQSLQRQTTSGDRHPDPGLRRGGLSGGASSSTPAQSKRLMKM
MPSKNSLSLSQELNALLRVMWSGQWALVSPHKMLYTIWHLIPFFKGYAQQDAQEFLCEFLDKVQSELERTAPTDVTPLHL
ANVHKATTELHDMITKMFQGELVISFFLFQVECLRCGHKSQSYEMFMDLSLEFPDRCQPHISFQSKSSLRDCHIEEMLQK
FTEVEELEGKIYACEQCNKKRRRVSAQPVKYTEVQKQLLLWRLPHVLRLHLKRFMWSGRNNRGKISNHVQFEEELDLSDF
CHPDLLTSSPRYRLSAMVMHHGRGFGSGHYTAFCWNHEAGSWVHCNDAKVTRCSIDDVRKSQAYILVYTREDLVQDSSSA
DEINDEVSFKGSVIPKFVELKRKMNRDAKGRYELKRRKTTMW*                                     
>Ctel_215538                                                                    



MVDAHVLSIALEGNIDQMQYCDKVKNLVEHLGTKLSLEELSKIWRMQNGESTVVIDNIHSIIAACGVKFSTTQLDQLFKL
IQMSWNIADDKMRDKLLSLIGKIGTNSKVTKTTSKVLELLWDLAHLPSLKTSLIEQAISEHLTILNDSYVLKENVKRIYV
VKCVDDIREGVWVLPALKQLLQISKNIAKHSFHKAEKSILQELNKNYEIIKLVTNSLTKFHHCAVLHAKESNEALSENTF
VDGRYTHQDFVSVHLSFLQFLLQEGILYLHWHRARDLWDALIASPDACHWDKEMCYEWFTKGLADLEPDTQSQLFQKQLL
HIDPTKLTVKGFNCFKSFFESVNQSEQKLKKSGNSLSVEKTDLAGLDFLWEICLNASDAEITERAVDLLMDMTYFNLVSR
FKRDPIVLHQKFIDECYSRLELAMIPLGGSAVAQALSLASTILSSISVPEAASAPSPSRSANLLNIERLLLIAERYIMSV
EEFHTAPRTISPHGASFQGRPLTLHVVCDAHKQEFSVEAHSNEMVRSIRKKVSKEMKSPPDQVQIMYNMKMLNKDQKLLH
QLGIEDNSSLSDTPSTPTKQSFDLEQEKMLPGVLMSSGGQVFDMLYQLADLDEPKITIRARNLLKLIPTDPSVQDALDSL
GQKPASLRAASPEESSPRLSPRSSPRKYISSSVSSSPSGSLQRHTPQKLLKMLLDATQNGMSSFRVLYNLEILSSKLMPV
QRDVGTLQSAKSFCEDFLNAGGLSLVVNVLQKETMPMEMDYETRQGIYAIVLQLLQFLLCGLEPNGERVSHNSVKAAAGM
GDANAVRSSQDSPPEAASKAVQMMGVSDFTEMVASFMRVTWAAAAGRLHLASSVQSSRDSSVASSASSSSCTYVARARQS
TGSTGSGTSSGSDADSHCLHSGVCIRQTQVSARDSNIAQEALKLLVTCLQLRNSLLAEFYSLPCVSDFIVDVLVGSPQSE
IRDMAVKQFFLFSETEVTAPENQQQTPQHFVLQTLLKARLPFWVSSSSTRGASYRLLQQCSQYFDLLCRLIGHLTVGMQK
KLLLDIPRMLEDELDWLAAFVPSENTEAQEVDNLVIGGHLRLIKTLVTCEGVDKRSIGKSILQEILHNFLFPASKIIMDA
SDSNATFMPKCSNEDSRSAAYSLLVELANGCAPNLSEICNELIEMHHQPNPEIAKEWEYLPPVDSRSLAGFVGLKNGGAT
CYMNSVLQQLFMCPSVPESILRFEDDSLTEDSVLYQTQQIFGHLLESKLQYYVPEVFWKVFKLWGQSVNIREQQDALDFY
QALIDQCEEQIKNLGRESPLKKTFQGIYSDQKICEGCPHRYEREEVFFALNVTVKNNTLQDELAQFVKGELLEGDNAYFC
EKCGEKRNTIKRMCIKTLPPVLCIQLKRFDYDWESNRALKFDDYFKFPFVLDMEPYTAEGMSSRDALKNDESEMDSESDT
PVFRLNSTPKSSSDSDSNLSEIKYGESLSPTAEYTGAAPNKQINYDLVGIVVHSGQANAGHYYSFIKDRRGNYMNNPNRG
KWYKFNDTVVDEFEMTESALEAECFGGTYKAKVYDNVSSSSTSYPEDRLRYWNGYLLFYERIDDVRTPVSAKMSKVTRVR
PSQELPISLRQNSLQELTELVHKGEKKGIFHGRMPASIQQVVREENLRFMKNRDIYDLDYFQFVRKMACVNGGVPIINKP
FNEIISNLLDLLPKDVPDNCKQCAEYFSVLSAYSQMGTKACTHLFFHKAFKRLMQFLLGPIPSSPSDQDVGVRRWSSMQA
RDFGSLHATLAVLILHCDLTPFRTEDPGDISLRTPTTVTPQKILKMGPDMQHYVFGTEAPHYIREVILALKEVPSNMPSV
EDMILYASFCNCPFSLNVIINIMTQCSSAPSNELKTLFQVLLEMLLLEDSLQLKRLQWVIDGHSEDDAETQYEGMLAIIK
ANHLNDSRRSYQCIKFLVALATKCGLAKDYLMQSSTKWQWAVNWLKKKMTEYYWPSTSTNTVTSNEDSNSHSFQRTISAQ
DTLAEATAMLTELESTECTDMEISQEPTADSPGTDKFTGSVDFTLDSNEEKDESS*                        
>Ctel_225117                                                                    
MRVLETKKPGLQISMGKRKHKLRKQREDSSGFCSESSDEGVTARGCPHVSKAVNLNSVRKALRLNPVIGECTDCRNDSTT
TVGATGGSDDVDEAVDVTVWICLQCAHQGCGRESEHKHALKHCKTPRSSSHAMVLNVTHRMIWCYDCDEQVLSPANGKLH
ECVEYVCKHMGVTSNSIDSPQPGLKRSGSQKSDGEEVTTQSSTSATDSKNGSKKETLQDLKQPKAGGSSSVCQSLSQALP
KVRGLSNLGNTCFFNAVMQSMSQTYLLGHVMEELNTKDMKLPGCPKASEDDEDEGQLSSSEEAGSDDEFADCKIQLDPLN
ISLGDIGVLTKSVLEFYRDMNGGSRNGTLSPSSLFNQVCKKVPRFKGFQQQDSHELLRHLLDGMKGDEIRRRQEAILKQF
DLADTWKRKKVPDDTKLKIKVYGRQAKRTFIDNVFGGHFISTVLCEDCRTPSQIFEPFLDISLPITEEKTVRPNSQWGGR
GKKERPDSSNNEDLEMDSKAKNGLSKHALKKAHKQAKKEAKKKKTEDGIEGKKDEESSGKEKGDNEKTKSDEAISDADEE
DNVEQASGQQGNSAVSSSEDSTVKGSVGAPTSSDVSSSRTKVDTEQSEATSTCHSETTEGAGSQAEEVTALANGLQSMQL
QEDSGIAMDLNHKAADAQRCHEKQLHAKEQRAARMRAMTSLANRYHAVSQECSIMSCLNQFTAPELLTGNNKFGCVVCTR
QKNKKSGDKDKTEMVLANASKQLLILQLPPVLTLHLKRFQQMGFSLRKVNRHVEFPMLLDVAPYCSALCQGIKPNQTRVL
YSLYGIVEHSGRLTGGHYTAYVKVRAKNQQQQQQKFLSDMSSMSIDSMVEAMRSMSSASASLHEDEATEDMKPPPGKWYY
ISDSRVNEVTHEANILRCQAYLLFYERIY*                                                  
>Ctel_149911                                                                    
MAMQRTSQQQDKNNQKSLGFFLQSNADSESSSWSCNAIAELRILSQKPDGKPFTRKIQHLFFTKENDWGFSHFISWNDLL
DPERGYIKDDSVTLEVNVIADAPHGVSWDSKKHTGCVGLKNQGATCYMNSLLQTFFFTNQLRKAVYLMPTESDDPAKSVP
LALQRVFYELQFSDKPVGTKKLTKSFGWETLDSFMQHDVQELCRVLLDNMENKMKGTCVEGTIPRLFEGKMISYIKCKHV
DYVSSRTELFYDIQLNIKGKKNIYESFKDYVTKESLDGDNKYDAGEHGLQEAEKGVNFLSFPPVLHLQLMRFQYDPMTDA
NIKINDRFEFPEVLELDLFLQTPDPADPAIYLLHSVLVHSGDNHGGHYVVYINPKGDSKWCKFDDDVVSRCTKAEAIEHN
YGGHDDDITVKHCTNAYMLVYIRDSCKPKVVDHVSECDIPDTLKERLQEEKKQEALRRKERTEAHLYMNIHVVLEDHFAN
HQGNDLFDPEKAPYRNFRIKKAALLMEFMEMLAETLNYPVDQLRPWPFNQRTNQTYRPTVIDMEADINKSVQELAESENP
WTVFVETAEPENGQKALIGFDKDSDVLLFFKRYDPKTKSISYSGHLYMPITQKISDFLLPVLRKRGGFAANTPILLFEEV
KPNLIEEVIVRDQPLEKVLDELMDGDIIVYQKENDPDANYELPTAKDYFRDLYHRFEVTFCDKAISNDQGFTLELSQKMT
YDQVAVAVAQYLGTDPYLLQFFKSQGYREGPGNAIRCTYEGTLKDLFIYFKPKQPKKIYYQQLTIPINELENKRQFKCTW
VNSRWREEELILYPNKNGMVADLLEEAKKQVELDAENGSGKLRLLEIISYKIFGVQKEDFLLECVNTTGTKTYRIEEIPR
DQLELTAEELLVPVAHFNKEIFSTFGVPFFLKIRNGEPFEKVKLRLQQKLEVPDKEFEKFRFAVVIMGRQTYLPEDREYT
ILKSDFMPQHVQGSGMKATPWLGLDHINKTPKRSRYNYLEKAIKIHN*                                
>Ctel_129894                                                                    
MGGKESKLSYISYEDACRRVTDAELQRLRDAFKRSSTLSNHMTCNLFTREVLGDGVPPRLAELIFQAFGGSPKGLTFKEL
LCGLVLITRGSQEERVRFLFGLFSNESYIQKDEMDTAVLSLEGQVPQAMSELFLESDRVTYECFRHWVLSNADATNITKW
LLKEPSSVTISNDLETPTFFQTLSGVTHLEEKEITDLERRYWNFKTPSKTGQFDLEILKSIVCPPLPELLVNGLFAAFDV
NRDNHIDFKEMACGISACCRGPMLERQKFCFKIFDADQDNLLSRAELEDMIAIMMVVRKENSSPDQLVNDLTPERLAEQI
LKSHDADGDDMITQEEYLVWTVSHALPAIFLDLLFQVCHTVLGLKPPTKEEERHVIMSYLEREDRYGLQLSQIWYLISMS
WWRQWLDYVGVMVRPLKSSCNHFASDNSQPPQHGVDNGTTLNNNDASKSRATTLCPNLTGRKSSINTEVNAAGDYSTLPQ
QPKAQQMGSPQATKYNTVPRSSSSAAGSRLTSDLHMYTSSPSRTPVCTPNPSPSLNRHSNAAQRPGAIDNGPLIAPSNAK
VATLTNEGGRLQRDRMLARGRDFELVPEAVWKALSAWYGGSVPLPRTVIISQQGMAPELELYPIVVKLFRHQTAVNRPPQ



AATFTGMMGGIGGMPSTPRRYLAYTAAFSRKHTLRQILDFLALRLRFSREDMRLWKFKDEQSMTMLEEEESTLDQLGITE
NMQLLLEVRNKDLTWPEEMSFLAKNKAAIDRNQQAPTEKGASGLSNLGNTCFMNSAVQCVSNTRILTQYFTGGMHLYELN
RSNTLGMKGHIAQRYGELIKDLWSGTAKSIAPLKLRWTIGKYAPRFNGFQQHDAQEFLAFLLDGLHEDLNRVHNKPYVEL
KDSDGREDEEVAKEAWDNHLLRNRSVIVDLFHGQLKSTVMCQNCGTKSVRFDPFTFLSLPLPMESCIHIEVIVIRLNGSK
PVRYGLRLNLDEKYSGLKQSLSELSGIPALQLLIVEIQGALVKCFPKDHQKIRSLAGGNLHAYELPPTSPIPTMTLEEEA
PLEPRGPPSRNSSFSSLTPSIIPNGSPNQSGASPDDILNGFVVAINRKVIRVDSYFLSSQKTRPSVFGVPVILPCDDHTL
NLDLYKHVWSQVSRLVTPLPPNETSTSNHAQDCDDSLCYEYPFTLKVVSKDGSMCAWCPWYRFCRGCKLDCSEDMYNFGS
SYIAIDWEPTALHLRYQQSQERNYMDHSSVEESRRLQTDPIDLDTCLKAFTTAEELGEDELVYCSKCKEHQRAIKTLKIW
RLPPILIIHLKRFQFHNGRWVKSQKIVKFPVRKFDPANYVVTRGHSPVSPSSTSGIDDDSSENATGGTKSSEDEGIECRG
QWGHSSTSMVDVFITEAKEDVVLSPADVDDRTDVEYDLYAMSVSTCDRVIDARFFSLSTLQSHSGIMGGGHYVTYAKHHN
EKWYLYNDSSCKEIPETQVDTNNAYIMFFESRGLQYSHFMPDISDKNQDTQEIEDEFESDLKKMCTIC*           
>Ctel_227854                                                                    
MEGRVPGGRKKSFSGDEFSADEADGGEAATGRDSPPLLSTPADTPVKDSSLSEHGNASGESRRKRRIRAPSFRKIGNLMQ
RMVQQVSQTPVSHSSLKISDWKASTREADLTSDSSSSSPLSASNKPSVVFDKNRTPGVVGIRNHGNTCFLNAVVQCLNNT
DLLVRYFVLDQYKLDIKRNNKQNAKKYGTKGELTEHLAVLLKSLWSLKYTHDISSEFKSIVGKYGSQYRGYAQHDAQEFL
MWLLDKVHEDLNIASKKKYRANKSSHGRSDEAVAQESLANHARCNNSAIYGFFQGLCRSSLMCPKCRRQSLTFDPILSLS
LPIPQKTKRPVYVTVVYHNASPKQVHIGLLLNESDTVKDLRHTLATDTKIPEAQLILTEIYFDGFHRTFHDSQPLSDLHE
SDQIYAIEAPPPLILSQQLKEENEHLTITVLNKQADHGRRAGCSAHETNASNILADATTRIAIVRCMHKMGVLFRVHVVD
GLSGARYLPNDVDLPLYMPTVDRALSLCVPGGGPQHLKLMIEWEKHTKQCMIGNGDEQTEEHESVSQVKLANQQPLLGTL
DECLQLYMQEERLGSDNAWLCPNCHRRQQGTIKSLRLWSLPEILVIHLKRFKQDTVKRTKLNTLITFPVNGLDMSHHLYR
NFHSNRSHTWSPWRSQKKHENDRDCCHYDLFAVCNHYGNMQGGHYTGEISSLGLSIIAHRCLVAFCKNPLNKQWFCFDDT
KVTAISEGDVVTRAAYILFYQRKGSSPSDLPQWIQKGCQVNCHTTRAPPVSKSHEDLLDSSDAVAASNTPPHPASPSPPP
PSRPLQTGVIRQRSKEVILDDDSDDLCHSALSTPVHRVISPREPRPAQRHSLTRSLTSPEVAQVSTVTRRQSKERLQDWD
FKRCQVFLQESSV*                                                                  
>Ctel_159540                                                                    
MPVFKVHIKWGKEKFQNVECNTDEPPILFKAQIFALSGVQPDRQKVMVKGVVIKDDDWGSAKIKDGIMMMMMGTAEALPQ
EPAGKTVFVEDMSEQQLASALELPSGLTNLGNTCYMNATLQCLRSIPELKESLSKFSSHGPSSGLSVEDSITVSIGDLFR
KMDATSAAQPPFIMLSVLHSSFPQFAEKTEQGTFQQQDANECWTQLVRCMQKKLPALKSSEDSAQASSASSSQGFIDQYM
GGQFSNTMKCIESEDEEPTHSTEVFYQLSCFIEKEVKYLATGLKSRLEEHIEKNSPVLNRNAQYTKTSRISRLPSYLPIQ
MVRFYYKEKEQVNAKILKDIKFPMQLDVFDLCTEELQQRLIPARSQFKEIEDLRVEQMEQVKAKGDQTKGKNAEKDAVTF
KQPFSFPDDPGSSNSGYYELQAVLTHKGRSSSSGHYVAWVRKTGDDWLMFDDDEVTPMQSEDILRLSGGGDWHCAYILLY
GPRVLELREGEVLGKKSSEEKMETSEKSGGESKMETS*                                          
>Ctel_213869                                                                    
MTNTVTQTKFTLNLPVSTPVKVFTEEVAKQLGYVADSFNIIYERCQDGDTSEVNVKVFEDQAMGDMCLFDGGRKRNNFTI
MDKDDQQPVRVECKATDSSYDLDKFSVRSENQYTSSSSNYTSSYGGYNYSHVSPIMISETGYVGLVNQAMTCYLSSLLQT
LYMTPEFRNAVYRWEYDGTPEEAVKSIPYQLQRLFLQLQTSKKRAIETTDITKSFGWESSEAWQQHDVQELCRVMFDALE
KKWKKTDQANLINRLYQGHLKDYVKCLKCGKESARTDAYLDIPLVIRPFGSETAYQSVNEALNAFVEPEILNGCNQYFCD
HCNLKCDAHKGLKFISFPYILTLQLKRFDFDYVTMHRIKLNDCVEFPEILNLNHLIEDPQTDSTEKKSGAASDSCEHSDE
GIGDEVEMGCSASGSASEETDDSTSISASDAEAATNDRNALHSKQAGPYEYELFSIMIHSGSAAGGHYYAYIKSFIDGRW
YSFNDQHVSAITNDDIKKTHGGSNFSKGSYFSPSAYTSSTNAYMLMYRQIDKAKNKEPLKVEDFPEHLKQALSSVNEQAE
TERRQRELERCTCRIRVYFHNPFLDRMLDTKLEIHRDQTLSDAVEMAWKHFEMDKKFSRDCVRLVKYEEALDYIDHSWEG
HDDDPMGSLLGGVKTLYSFDLLMEVKNPQEEFEEYKSGERLTNMQGE*                                
>Ctel_224225                                                                    
MTTSSCQRGRSRESSPSLKKSGRMNEKIQPDNIALLNAAMHDENKKFLKFREWKQTNTDVTITLFAGKKILPNDLNVEFT
DIGVKVKLFDGRQWECCFCHDIQRTQSKTQLQKLSIILRVKKKVPGVTWSSFQFLESEVESQEIKSEIKEKPAADTTAES
EKRSAGKEALPEKEEEEDEAALAKEEPSEFELNHIKMDYYEPKSDNIVVVLYVKSTKKDTIEVHFGHKEISVKFQTSDRK
FLSLHEGSAESTVFRWSVNVVDSLITDDCKFKVKDNVIELTLAKKVAVKWGALEASQSKAALIPASDHWVSPTKQELSTS
EKSKVERSSEKAAHWLNSQSTKTASRMNIVGEKDVVQKPTCMVSPLSKEDYKTGHVTMPGFTGLDNLGNTCFMNAPLQVL
ANMGELRDYFLNGQFQSEINQHNVLGSGGKLAVHFAYLMRNIWSGSHRSFAPTKLKALVGSKWNQFMGYAQHDAQEFMAF
LLDGLHEDLNRVIEKPYTEQVDSDGRPDETVADEAWDVHKRRNDSFIVDLFQGQYKSKLVCPVCSKVSITFDPFMILPVP
LPKKQRLLPVTFFSLEPRKKPTKFILKLSKDAKIEQLKDQIHERTKVPPKDLRVFEAHKSRVYSFFGRGASLSNVQATDD
IFVFETLSEELAGEPVIELCIFQRTIIPTSIPTRCSCCRRDCTANMQLKRCSKCFKTAYCDRQCQTQDWVRHKPNCKFVP
ELIGQPFMISLPESKATFSQICQLLEVKSSYSVDVFQPPVSSLLPCGDSPSPASSDASPTIGAPSLQPSSLSLSEGEDVE
SRSEDSSPPERSRTGYVMPVAKDTPGHQLHGFNLRPCNQEGQNFSVSKLSAKLEDKGDEPLELSSVRFLAMDWKNSEKLT
PYLVVHTKTPMDTEDHESVSTLSAEEQGDITLDQCLSLFTEPEVLSPEYTWFCPGCKEHREATKQLSIWRLPNTLVIQLK
RFSFRNFLLRDKIDKQINFPARGLDLSKYYIGNRPSNEPPPIYDLFGVVNHHGGIMGGHYTAYARCPDPQDAKRSLIDWR
LFDDSIVSSSAESQVVTRAAYVLFYRRRDVNVSLPESLPPAERDEIDLKDVEDEYDDNDMDLGGLGPPEIHDNRFADSDS
EDDARRRDIQEQLTDFLGVNSGDTAACFERDFDEDPKYTTPSPSPSSFTDMDLVD*                        
>Ctel_166013                                                                    
MYMKYFNIVSAIKKTNEYKKDMKFFSDMIGSRKCLVAINEAEKLAEDLKNRCRQAEILSEKMLEENERRLRLEEKGKEEK
TPPQEENEEEEEGEGEGIVSCLTKSPGIITAEELYALIDEQTPLIVMDTRSEEDFEDSHMNKACCINIPEDIIPAGVLVK
NIQKKLPADSLSLWEQRSKVEYIVIMGWRSTVADLVPGNVINNLKDALYKWDQDTVIKSEPLVLEGGYEEWLFRYAPLTT



NSQPSRMPSRSATDSGVPSPNTPTVDRTVKPKPVANDVVQTNKNNLNNIKVTNNLKDLRQMMNDDKPIKNINISKKQLNE
APQVPSVDRKLKPSAPNVPQKVSNVDIERERSEYEALMLKKKQAEEDVERLEKLKMQEAKETAQLMRTQRKKAEEQRAEE
EEEEKKKKLAKEKRETEEREMKAKQEAEKKEKDLRQKMEKERQEKEKSVKEEAAKKQKEEEKRKKEEETRRKEHEEEEKR
KQEELQHSRDRPQGKHHTPGLPVGWEKRLDAATGRYFYLDHQRNTTQWVPPATPASKGTLGNSSLNRLMPLFSLAAPPKG
VFTAKLKEEAESSGGLTRSHSSPNITKMVQDEETENRTVPRPLVERTSKPRPKADTLQIRTDVSAAKVRNLNPTWGSVAP
GLCGLRNIGNTCYMNSIIQCLSNTIPLTVYFLSDIYVQDINKENVFGKGGVIAEEYSVVNKGLWSGQYKSINPRDLWSTL
GRFYSLFASHEHQDSQELLLFLMDGLHEDLNKVKKRPQLPEQNNNGVSDQQAASTAWYMHKQINESIIVELFQGQFKSTV
TCMTCSKESVTFDAFVNLSLPIAQGTRVSLHECLSLFSKRESMTGESRWDCPQCKCKREATKRIVVWKLPPILIIHLKRF
YYRGMWRDKITTHVDYPLEGLDMGRYVAGPKKPPVFNLYAVSNHYGTLDGGHYTASVKNAKNHKWYKYDDTEVYEVSKSD
VQSSAGYILFYSHMRMDQMLK*                                                          
>Ctel_168563                                                                    
MPRGLHNKGNWCYVNATLQALLACPPFYHLMKSLPDFPALARGPSSTPVIDCLVEFVNAFSTMQYKPLEKSALNAKGTVR
QDIQTGIPFEPTYVYKMLHVIKNDTGFQHGRQEDAEEFLSCLLNALHDEMLASLQTLQPPSEELPPSDPVPEVNGDGEEQ
EEGWEQVGPKNKSVLTREAKFKTSPVSAMMRGQLRSVLHKTGARESATLEPFFSLQLDIQGKDIRSVEDALGGLTSRETL
HGFTCSKTKQEVDATQRLLLEELPPVLILHLKWFSYDKSGGIQKNVKQVDFAADLEINKDLLSANAKSRLTSAQRKYKLF
AVVNHLGGRAIGGHYITDVFHPGINSWVRCDDSHVYSLPLSKVLKYVSPKVPYLLYYRRLDLN*                
>Ctel_18184                                                                     
MNSGGCDHLSAFKEEKGIEPFRIIFSYFISCCSRESRKRKALALQCHTCRQMSPRLHSCLHCVFFGCFGAKHIHQHAKSK
NHELSMDLTYGAILCRVCSDYVYDREIEELFRTQQRKSALLLGMLNPFSPWEPSEMEVELLHQNPKRRKIDGNSTIGLRG
LINLGNTCFMNCIVQALTHTPLLRDYFLSDQHKCQMTQESQQCLVCEMSRLFQEFYSGVRTPHTPYRLLHLVWTHARHLA
GYEQQDAHEFLIAALDVIHQHCKASRNKEDADGNTAQVCDCIIDRIFTGGLQSDVTCQECNILYTFRLEMSPRLSTPSGI
SPWISAPRKTTLHLVSWSDPCATDSHTLISAVFSNGLDRFEEATSLTYCLRRFTRPEHLGSTAKIKCSKCHNYQESTKQL
TMKKLPLVACFHLKRFEHSTGYHKKISTYVSFPEELDMTPFMSASRDNNNGYSHQVIQEAASGLTSENKYSLYAVVNHRG
TADTGHYTCFIRQHKSHWFRCEDHLITKASLDYEVLKSEGYLLFYHKQILDYE*                          
>Ctel_220394                                                                    
MTVEQTAFPVHREKPIKDPDYVKIREVTGIQDAHRIREAIRACCHDNGTYEIEDVISMLTSQEQQRHLVAAEKATSTPKV
AAAASPSRSPAPHTTLRSCSTETEAVPFGPRPQPDGGNSKPGVIDLTKDTGPADGDEIQRAIEESLKDIAAQGILGGQVS
REEQEISRLLEQSLEESKAGTKRKRGGDLWFVDPLNPHERKRADGWPVGLKNVGNTCWFSAVIQSLFHLPIFRRLVLRYI
PSEKSGESSTGKRNLRFMHELRHIFALMVGSKRKYIDPSKAVDILKEAFSGSASSDSQQDVSEFQHKLLEWLEDAFRQNP
TPPNEAKGQAGSSNPMVQLFYGQFRTEGVHEGKSFSNEETFGQFPLQVEGVGDIHASLDAATARGEIENLNSDITMKSGQ
EQWFTRLPPVLTFELSRFQFNQALGRPEKIHNKLEFSELIFMDRYLEKNKNITRQKREEVKRLREELQDYHRKLDKFVHY
GSGPKRFPLQDVLHYALDFAESKSTKQHQKPASPFAASHAYTDVEMESPKSSSSMALDSPAVSPLKDEVKPLPDVTVTTT
GDGPPSSPQQPSPRDISPEELSVLQDCLTRWRTEVQHDVSELQERISQREKAVNDMYSEGGLNNHPYRLHAVLVHEGQAA
SGHYWAYVYCMQHRKWLKFNDIQVTEASWEELQRESVGGYHNASAYCLMYVDATRTDVLTGDDLDGEKGVSGVNTLPMEL
PEFVKEDNARFVKEMQEWDDRKASVGTETDPHMTRSTDPASLCEQHAKLTLSDTLKIVASARDSKEEAKTALQTAVDKEL
SRLISLAKGLQSSLPARDPRLSDVLVFMLASDAAHETTIKRALLEKLAYLRGLDNEPRSAKMREICLTELKQMSSNWAEV
EKTAYQRLHEDYKQYRKCVFTFCLALEAFHLEKYSEALPYFACVCDMNSALMAASPNGTASKRCLNPEMLRYLRRQCLLH
VNENVVRDFESTDEVLEDALTLMQQQLLPCCMALLAEQPSCPEDQSTVEDIRDKWCHFLSLELPSTKIEKLQDFLSGLFD
PPSDLKPLSCPDVISFKDCAGLEERYVKAMKQDSVLELLAQVDL*                                   
>Ctel_178380                                                                    
MAPKHLLDKGAWQWAETTDPCDITDAHILTAYRLELKPCQASKCRKNCKGNPHCLVHLGEREWLGEIDDRYWHDIGDPAE
ETREPGNFVGLKNLGATCYVNTFLQVNLFLHAMLLCIIYISSYIVVVHSSLTPPPSPTTICGHLQHIFALLSFSQRRYLD
PTPLIECLKLDSSQQQDAQEFSKLLIMLLEDQLSSSGLSHLVRDNFMGTYHYVTQCHVCGNESRTPSKFYELDLNIKGHK
TLQECIAEFLKEEKMEGDDKYMCDHCQCKQNATRKIQLQSLPPVLNIQLLRFVFDRKTGHKKKLNSFIQFPETLDMSSVL
SEPEGSRVYSLKAVLIHSGPSAYSGHYTAHIHDTQKEAWFKFNDEVIEKMKSKGLELGAEEDFGMEGKSAAKKPRTGKGL
HSSRNAYMLVYTLDSSVHGTHVDVQLDELPKELQELIQHDNDAFAVWLKELSVMKEVNISRGHDRVAEVKNILSKLPAPS
GELKNSEWILSGWIQKWLGCDHSHQVPKIDNSSLLCIHNRLNPDMVNAAKCISEEASELIYAKYEGGPRLKVEASLCQDC
VKERCKEIRSKARLTEDGKAIASMLKSHPEVSTGVWVGKVSLRSWKKMATDKMKGVKETILSKKSTLQFEFLETCDEDID
VKENSNESETSERLLTFNEDLLCEDHGNLSPDVSCRKLVPQDIWTRLQIYFPGVVTYSSDAEPCAQCLAAQAGERAQKDR
FKTLAMTLKSALANLYLNKQRPIISELTSKINLVPTQFIMDWRQFIKDSINKPFTETIPITPYLCRHGGFLYFLENTTFP
NCLTAVYPSEWVLLSRYSKPDGEISIQRNVSDCGKITLSVTPDVCQECCLAREREEVAAQFSYKDAAIYIRKSAKEDVSA
FANEATDPENGSNDEKRKLDDQTGAPPSKQSRLDVGPSRKSSRHRHVRGEKKIEVDACNTLRDLKLKIMKVFSVPPFDQN
LICNGRELKGNTDTLAALHILPGDVIYLQADEPVEDPMFLEDATKASVPETGFLGTGLVSR*                  
>Ctel_224080                                                                    
MAVLKSGAGKCNGRWSGGGSRDVHGHCFACIEAHAPNVSPFGYNSQVFFDCWADESWVLPSAIQHRVIYVNECFGTVRKP
LQAAMSIFGDLFAEGNSGAGSSSPDGDPGPGGSGANGPVPLAPRLPSNFCGIFNQGATCYLNSLLQTLFMTPDFRAAIFS
LGSQELGRLSEKETSGSKVRVIPIQLQRLFARLLLLDAQGTNTTELTDSFGWTNSEEMQQHDVQELNRILFCAIEDSLVG
TSGQNLIRNLYQGVIVNQTKCETCGRISEREEDFRDLCLTVAGMSGLADALSFSYLETERLCGNNQYRCDNCDKLVDAVK
GARIRSLPKILTMSLLRFSFNMKTFERYKETGKFVFPTEIDMAPFCEYLGGVCTEYELYSVVIHSGSTHGGHYRAYIRDI
DSIGFWSHSDSIVIPKDPKTGEVDFIQLDSPLELVHAILGKVESMNIDKLCGEITKETGVSWNKRFKRNYGPITKFICKY
DDQFTFDPTTNKVSLKTTRLIKSERAPEQNSGQNSERSFSPCPEPGKCWFNFDDSRVFPVKETDLEKQFCGKESAYMLFY
RSKDLTQTANENPLQAVPLWLLEEVQEANISLEKQRVEYELAINTTHLQIHYAGLYTYRHGNLCPKDESCSFLPLTIDLR



KSLGELRAEIREARFSSLLFDFMSFDLLTVEGHAIEAGSASQPISLQLTLVDGSILQHAFGKNISIRELRSSLEVICGIP
RESIQLFRVSCKGDESVVNEMRSELDDRSLTDLGVESGEHWIVDDCRCSESDLPSTSLAEKANIIAVMVHNRCGDQWSRF
PVHVEKIASVAELKAVILSQVSFHSEVVECRLRVEDDSLGLQPPLHEDLSLVSCGVSQGSLVVLELGQAPRSSEVTLKFS
CSDLDESVEVIIDIGATVSACLTVAINRLQLQGDDWHVRKTNWCGEAGTILDDLDMTLSQSAVGDGDTLLLQKGKLPPKG
HVNLQLFLYPSTDSSLTEDIKNLSIHRSSEVTPLGDLIIAKSARLDDLKGQIMSLPALAQVLTLGHLRVRLMEANRLSSV
LRNTGQTLQRMKLVSGTKIAVQVLSQEENLNVNQIVLSVRLKVIGQKAYLPAQEFIWDDSKGLSPSALRHRMAEWTGLSV
ASIGMAKHFPAKHDWLVIQESAVKTSKSSKAKKKGNLKHAPFHLADGDTIGIKDLSLEKGCLASDFCTEEDEVGKKKMEK
EAEEKRKTREEQRRHLASMDGIGGATKGSRPEVGIKIHVADFTS*                                   
>Ctel_183046                                                                    
MELGDDAEPDFPHAELAKLDEMINRPRWVVPVLPHGELEVLLDAAINLCKKNLDTRTEACQRFFRDGLTISFTKILTDEA
VNGWKYEIHRCIFTNAMKLIELCVVKLPHDWFPLLDLLAMVLNPASKFHSYNGNRPSEPPAQGSQTTDEEIYAKSPDARV
PKGWLVDLVNKFGKLGGFQILLDRFTSGANLSVPVIAALVRPFGLCYEVLTPNVVSKYLMPIVEQVPKLLEKLTDDELKK
ESKSEAKNDALSGIIKALKCLASRLPKQEETIKGLEIFRLKMILRLLQISSFNGKMNALNEVNKVITNVSYYTHRHSQLE
EDEWLTAEKMAEWIQQNNVLSIVLRDSLHQPQYVEKLEKIIRFMIKEKALTRNDLNMIWEAQAGKHEAIVKNVHDLLAKL
AWDFSHDQLDHLFECFQKSWANASKKQREKLLELIRRLAEDDKEGVMAQKVLGLLWNLAHSEDVPTDIMDQALTAHIKIL
DYSCSQQDRDAQKIHWINRFVEELKNDKWVLPALKQIKEICSLFTEAPQNFTHSQRQPHMFYRNTVINQLQNQNSIVTLV
AQNLNAYMNNARKYSHEHPDVDPVNILPDGRFNHVMQVNERLKFLRFLLKDGQLWLCEPQAKPIWTCLAENAIYPCDREN
CFKWFSKLMGEEPDLDPEITKDFFEANILQFDPSLLTENGMNCFERFFKSVNNKEGKLIAKRRGGHMMDDLDLIGLDYLW
RVVLFSPEDVADKAIVLLKDIYTNLGPRLQSNQVEIHEDFLQYCMDRLKAAYDTISAMDKDKDSLNRIHQEAARMIRVVT
VLREYVAECDDAYTEERAVLPLGRAARGKHLSLLVRFPNQGRQVDDLDIWSHSNDTIGSIRRQILQRVKATNSNLKVDLF
VNGDLIDPNEDRKLVSQLGIRDKTLVTAKLAQAGSNMPSSPDSSSDSSSGSPHHTFDGPNVEAEHCLPGVLMATNARYAM
FLFNLAELSRQLQIPKLRENVWQILRLMPPDVHTMDKLRDICRDNSKADASKSPPTSPSQAPKSPPAKLDSMYFDVSHSQ
ALYNLEVTYALLMPGLNPMSEEAFEFQYNFLKSGGVTMALNMLTRNNFMSNADMSTKRSAYHSVLKIAKLLLTAVGHARV
QVVADACQSESSSAQVSPVQHNQAIVLQQALHHIPSPSEECMTRNVASKLGQCLGQQALSTLPDLEVVRCMQKVAWSSSC
HNLELVHASTDEIHASHESCHGPTATGDDEDTAVCREAMELLTVCLALCPDALESLTKEKAWHTFVIDLLLLCQTRSVRA
SASEQFYLMATRCCPGPRPLLFFITLLFTVLGDTAKDSAKQSHEYFQLLSRLLNFACASSASLPTADHLLINEISWLKKV
RDNVLKTGEVMVEEALLEGHLGITKELLYLQPAQKRYFIGSEKGGNNLIRELVEDFIFPASKIVIQCRKSRGELPSDQAI
PVCSTPLTLIAAFNLLVALCTDCVQNLRCLSEMLIEMYYAGHEAPLAEWEYMPPVGPRPPKGFVGLKNAGATCYMNSVLQ
QLFMIDPIRTCILGAEGAADDSFEDDESENEKQESENNTESQSEEERNSAKEEMGQLDQRKDYNIGVLKHVQAIFAHLAC
SKLQYYVPKGFWRHFRLWGEPVNLREQHDALEFFNSLVDSMDEALKALKYPPVVSKVMGGSFADQKICKDCPHRYSREES
FTALNIDIRNQQNLLESLEQYVKGDLLEGANAYHCEKCNKKVDTVKRMCIKKLPPFLAIQLKRFDYDWERECAIKFNDYF
EFPRELDMEPYTVQGLAKIEGELISGEDDDFDKMQQTFCTKYRLVGVVVHSGQASGGHYYSYILHRIGEQTPKWYKFDDG
EVSECKMEDDEEMKNQCFGGEYLGEVFDHMLKRMSYRRQKRWWNAYILIYERMEEFDSVEQKEMSLTRSMQDLTITNKTS
QVKMPASIERCVRKQNILYMHYKNQFSLEYFQFMRNLLTCNAQYVQPLPNQEKLTAEAEELASLSVQLGARFLFDVGFHT
KKTLRGPANEWYDALCIHLRHSKGVRNWFAQHMLFSHPTSFAEYLLECPSSEVRSAFVKILVFLAHFSLQDGPCPSAVTA
GVPMASEADATLSDHILVCVLQLLKKEVSEFGRHLTQYFHLFEMYSNLGVAEKQQLLKLNVAGTLMSVALDEGPGPPIKY
QYAELGKLYSVVSLLVRCCNISSRCQSSVAAQTPLPNPNGESSLSEPLMAIQPAVADVLFGRTSYVKKLIEDCNNSEATT
KLLKFCSWENPHFSSTVLSELLWQVAYSYTYELKPYLDLLLQMLLLEDSWQNHRIHNALKGIPDDRDGLFDTIDRSKNHY
QKRAYQCIKMMVTLFSHCAPASQMLQTSSDLKRKWTYAVAWLNDELERRPFSGNSQYTYNNWSPPAQSNETSNGYFLERS
HSARITLTKAYELCPEEETDEPELTDEQESPQNETGEPGRLSPAKDAAVSTETPTPAEALSPPVVSLQSDSKVKLSPSTQ
PLPVEEDKGGEAPVLKAPATEEHT*                                                       
>Ctel_219867                                                                    
MCDVCGGVLTLLAQHDTRIGEGEGLHLSKAEVLSIVKYIQVWQQRQCMCCFKEFKNFERMNNLTQVVLHRAIKLIADVIQ
NDESEKVEKTSTKEEIKEKVDENDLKKDKEKEEEKNEKESEEVKEEEKEEKEEKKESKEEKDEEDGEKKSKRRRLTLEEE
EENEIWTIEEKDCLFHIVTKIFMLNLPLYLSYKHYMLANLEELSQQEFSALNNYCELSDPDIPVYLLRNVCFFCDSNGLQ
TIARCFDKATPDTLPCSVAHTLINIVANLRLWMNTSAVIQMVSQVRGHMIHYMCQLSDQELRIAASHNMMDLLWTAVKEP
LESHMSFDEEGLKLAFKYFTCSTLTIRLTGVSQINNQISLYNDLASNESLVETERWVSGSIGNQLADWLTKHKIIEHIFG
PNLHVEIIKQCQIILTLLASEGRITNEHINIMWAAGQLKHCGKLVQDTLLSLIKSLEISPAKHLLQLVSHLDAGQHSEQT
LLLASAVIKFLWARAAHQNHPSTAMGASCVHHHLSPVQSSEKLLVADFSSSGHSESDASGIDLEEGEIKPHLVAELDTRI
NIPGGVKIKHGGRVIVTADTDDEDEDEEDMSNISEASLPSHSSEEELLQEATLDPSEEVALLHTLKAVASNSSEGEGLSS
EERAYLRYATKPGMAEELDSYLQHINSSGGQHPTIPNALIEDLMSGEEASCNSSHLSNKSEKNMADFEGEDVMSEEEELA
RINAAGVGRTPSHYPRVGSTGRGGRHLMQQHLATMASLYHKHIPKAVVKPKVQSQESMLAGGQVKFEEVCERGNTLLWDL
LQDHTIHLLPDGLVEEAEKVLCTLVCYSTDAVIRTKFIEACVENIANHRSVVISLRLLPKIFSSFHQFRSGLDTHSVTHW
AEQELHMMQHFFNDLIYHTAAVKRGVKTSPSLYPNRKEIQARLQFLTCVFTNAISADSFRLTLDQVDTLWSCLVMQAEFP
DDALSWFLNQAKSKDHHALGINTYKHVFKHRMCQLKPEAISMIGLNLFTNLCHLARIANASLDKPLPDDQINGMEQLWDI
ALKAQNTDVSLNAIHYLNNHYINSDGANLVEREDEFINHCMDSLYEAVTSLDKSPESSLLVIQRGLILLTNHLESFRKRH
AFHLRMWQLEGDGITSHQKSLQDSQSCALRVMLQPAGASDKTTLEMLSSDLVAELRAEVTNWWEGVQQRHQQKQEEAQQA
SSVAGSVLTPILGAMLGDGPIRMITQGQELTTDMDEKSLSDLQFKDGQVVFVSLGSNRQPRKQDPPPSYLPAPAREKLPM
MLLLGHPHFDRLFSLLSQLTTLKPLLDRDAEEQYSLQSKAQVLSRKVWNLLMVLPTNPKILQGFKDIDSRDEGDACVNWH
DLLDTHNPHKLMYSLQVVESLSRPPKHRRHSMFQSKSSRASLDDRVDDVTLELPEEAWSRQFLQRCGVKHLFEIFLAGSL
HNEAECISNEWIQDCLAYLLRLLSQFAVTIPSSRSCATLSDNVFVAETAEPPRKKTKKQRAQEKLIVPRLNQTVLSMIEV
DSVVKLLMNILSNAAQPRQEHSGWSLGYSGRVEVVHYAMSFLVSMAFTCEDQAQPAVCNSEDYSGWLRRLTLETPEPELR



QEACQGLYRLCLGRSADGQTGYSFLMSTLANLLTSLPKALALEKPVKRCQEDKEAFGPGCRDYFWLVCRLVEGVSAQDAR
NSWTQENSLVDLNALAKQVAQNIVNRPYLERRHSGGEEDDGLIGLLTMSIAIARHNPPFKTSTEGQTFLVEIFWCLFALA
SPKQRYLPKCKSATARSLAFDLMVEMVLGSVTNYSVLHEKVIRQHCKESHVPYTWDNWPHEEERSHCGYVGLTNLGATCY
MATCMQHLYMIPEARRSVLEAQCSGDNQHKGTLQELKKMFAYLSESERKAYNPRNFCKVYTMDHQPLNTGEQKDMTEFFT
DLISKMEEMGPQLKKLVKNLFGGNLTNNVVSLDCNHVSRTKEEFYTVRCQVADMKNLYESLDEVTVKDMLEGDNMYTCSK
CQKKVRAEKRACFKKLPKILCFNTMRYTFNMVTMMKEKVNTHFSFPLRLDMAAYMEDSLIHKDRLQEDENEEEAEGEDQE
MEYELIGVTVHTGTADGGHYYSFIRDRIHKQPEISQDKWFLFNDAEVKPFDPAQIASECFGGEMTSKTYDSVTDKFMDFS
FEKTNSAYMLFYERIEKSRGGTQEEPSCSSSKESSDGRPSPTHDQQKFEIELSEELAEWIWQDNMQFLQDKNIFEHTYFG
FMWQMCGYIPSSLAKESDSKLVPLMAAKLTASFVLETLIHAKEKPTMLQWIELLTKQFNACPAACQWFLDAMAKEDWWPQ
QILIKCPNQTVRQMFQRLVIHVINQLRPSHSQWYIYPLIDSSDEEEEEVESIPIGSKSCVTRFIRKMLSIIEHGPRPHCK
YLGEFFSFLYEFAKMGENEQVFLLQVKAITIMISFFMAHKNQHGYVEILSDDEEAEGEVIAPQEDKYRPQSLEKMIALIA
MLVESSRGQDKQLHLSQSDYQAIIGSNKGFPFLYNQILDSINLRHTCNLIFSLTRWNDRLAIAITQMIFGAITRLGADSQ
PFFKMLSMLVEFMGGPPGMPSFTHYILQKFWEVAEYCPKQCLDWLCSQVTRNKVAHTWTLQNLEVWVETFLLAHSNIRVR
NAAAYLLVALVPSNHFRQIFCMTRNILSPMKEGVHQMNQEAVDILHEVYGHLLSLLSHAWQYADPQVHGTSKLVQYFSIM
QHCLISRPEKIMALLHFWYQACVDCPDNVKMIVSNALITKNIAFNYILADHEDQEVITFNRQMLPAYYGILRMCCQQSRA
FTRQLAQHQNMQWAFKNISTYPTQYAAAVEELFSLMRLMVEQHADMTEEELRAVSLFRRNTMQLYLHNVDARMGWQSLVT
ALGILVESKEDKLMVLQSNGLSLLHEAFNTLYVMHHEATACHVTADIIELLGLVSSVLKVARHCNNEKKGAEAKPHLANW
TEKTEFSRKLLTLLNSYTPSEMRAAAIETLREQVLTFQGECLQAIVTFLVQAHTSFQDNNVPITMGPYFPKRGQRALPPK
SNVRPIRPQFQMFLHSNQLESTKGVDETYDQALQDFYCPYHLFIDLLVRVSVNNQNVTEALVHLSAMVAFEGVPLHIPLF
AKLWYEIYQSEQVDKSCIKWLCNSSIFIEYVDATLLYERHSLNNHHIYQFFCNFFPKVYQQVLSDQGQSLIDSLLSSIKA
NKEASENSTANSRNLNKLWSNINGDLRALMLIFSVQQPKQPPQSLTDGILYFQQRAVAVSAANAAAAAAKKDRDSPTADE
ENPAKRQRTSSESSNAEISEAAAVASPSEKKDCVMEEEPQPSCSTATEEKKEEEEEEVEEDDEEEPCTSTQKPRKVRSPS
SCKASSTTLIDLVLKNCEHILQMIGKSD*                                                   
>Ctel_151271                                                                    
MLNGTPRRSKDLNNETVLPEIRGGQQRSSPDRDETTRKNRRRVSEHASRSNSLSNGYNTDSSTSLSNRGIVGLRNLGNTC
FMNSVIQCLSNTRLLRDYCRRDEHKDEVNKTTSNMKGALINAFANLMHSIWKGAPDTHVSPNDFKSQIARFAKRFVGYNQ
QDAQEFLMYLLEGLHEDVNRVKEKRKNRIYDEDDSKTVSAQEMWKMYLHQNDSKIVDIFVGQLKSSLTCTGCGHVSDTFD
PFWDLSLPIKKGHGYGNDVSLESCFELFTSEEVLDGDEKPMCSKCKKRQKCTKSFSIQRFPKVLIIHLKRFNQDSSYRSK
LSTMVNFPLQSLELNQFAAEKNGAPAMYNLFAVSNHSGTPFGGHYTAYTKHPETSTWHHFSDTRVSQISESQVQSSEAYV
LFYELVDHSSRL*                                                                   
>Ctel_97991                                                                     
CDSCDVQGPNLWLCMHAGCLFTGCGEMAQDHSTTHAKQNKNHCLVMNLTSLRIWCYKCEGEVFKDNNDPPFLFRSVVEPT
SSLHSSPSRSNSPCGDMDTESESDDDTQKPRGLTGLQNIGNTCYMNAAIQSLSNCPPLCRFFLDSPAYVKSDKKPMLSLS
YMKLMQEIWHKKRPSYVVPSSVSQGIKFIHPMFRGYTQQDAQEFLRCFMDQVHEELKQPITAPSVDSGATCNAAAELASD
EEDGSSNGLPAEGGGSPTKGSAGSLSSDDTDYETCDSGLSSERGSVENDAGEEERKQWKNNRVQPDEKTSKNARNLQKKE
GETEVDFSDTTSEMDPLQGTEVKEHKSRSKPTSEIEPTRPKKPTELKSIVSDVFDGRILSSVQCLTCERVSSTRETFQDL
SLPIPSKDHLHQIQVNHSHAPSSTHKGTCGEVSLNQGGLLSWLFSWMKNWLWGPVIGLQDCLAAFFSEDELKGDNMYSCE
KCKKLRNGKKYSKVMRLPEILCIHLKRFRHEFMFSTKINSYVSFPLENLDMGPYLHKDCENQVTTYDLVAVICHHGTAGG
GHYTSYALNHLSQQWYEFDDQYVTEVDLQQVENCEAYVLFYRSKNDLMVPVRQKAEQYLNGAENSFLKFYISKQWINMFN
TFAEPGPICNQDFACVHGGVHPYKWAQVDDLVTEVPQKLWEFLSEKYGGGPAITRLYQCSTCQAELEKLRKRQQTEMDNF
LHLQEEFDRHDCPEAVYAISLSWFKQWETFVRRKTDDPPGPIDNSKISITRNNHVHLRTKSEYGQISDDMWFFLHDIYGG
GPEIILQQNPPRPPPLQQAAPLSPSTSDVWSEDDRPASVKA*                                      
>Ctel_182887                                                                    
MEPFSPEILQKVRTPNTNEKVYKDECAYCFDTPECPDGLYICMNTFLGLGKSQVERHYRKTGSALYLHHRRIVTELPVVE
DGSPKQKPTHLGIGVDGGFDLDSKKFDVQEQNTLVQLPSWTEYALDEPSIPFQVQMSAAGIVAAPSVAKQEELAAANASW
DGEKRVISKYAENLEQLDNGRKIPPSGWKCDKCEMKENLWLNLTDGAILCGRKFWDGTGGNDHAVNHYAETKHPLAVKLG
TITAEGGDVFSYDEDDMVEDPHLAKHLAHFGIDVMSMQKTDKTMAELEIDLNQRVGEWDVIQEAGSQLEPLHGPGFTGIR
NLGNSCYMNSIMQVMFTLPDFVHKYFTPCQDIFQNAPNDPTSDFNVQMAKFAHGLLSGDYSKESPKVATEIKEPTVRVRA
FNAKIPPPHYFSLQYPEGIRPQMFKALIGQGHPEFSSKRQQDAQEFLLHLISMIQRNCHGSSNPADCLRFKVEDRIECMA
SGKVAYTERDDFLLALQIPVEKVTNPEEVAAWEAKKADLEQQKKFVDPKDIVRPRISLTSCLEAFTAPEVINDFYSTAIQ
GQTTAKKSTKLASFPDYLFVQMKKFTLGPDWIPKKLDVSLDMPDALDLSQLRGNGRQPGEEQLPEAPTEKPVETVEAVNI
DDSLVQQVSEMGFPFEACKKAVYHTKNAGLEAAMQWVMEHMDDPDFAVPLQLPGQSQNKAPAFVPNDEGVTMLVSMGFRP
AFAVKALQATDNNLERAADWIFSHTDDGADDPEPMETSAAASAAAPACNPGRKFQVSSCGDGESHGNLHHGRSLRVPH* 
>Ctel_222637                                                                    
MDSILTAMLRSTQPEAMKSQFVRKILSLGKNSPNNVLQMLNACLQGVVSESDASVREKYQTVYLCWAEHNIEQFTQFFTA
SRVNDLLESSSPDSISLLQSSFSFLQESPHFYTLCSVVQARAVQVVRLHMDFATVSRFCRFLNLNRHCIPQGVHTASFCV
AVIHAVSTIFLPKGEGYPAMLAFVEGVTNRIGGLLQHIWLTVDDGSVAQCLHSILSIISTESERDPSFALGGIVQFLPTK
FVASITAKTVAKDSDASMMSALSRMIDWLAWPGARNIHLWIIAFLQSLAKANRFGVLINITHEKITTVYDKLQYPVIQEG
VFAVLSHLLLSFRSSPLPFHKIVGSVPATITQLETQKNHHLLESYVHLLHCLMQMHPGYPDLYEPILEAVKHLPVSSPDD
IQRLMRQSKWHGSLTGSARDLVLPEFSLPKSETGRTGLVNLGNTCFMNSVLQVLFMTRGLRHGVLDVATDRKMKVLYRLQ
ELFAFLTLSQRAAYAPSACLEATRPSWFARGCQQDCSEYLRFVLDQLHEEENPSSSSSSLVQKCFGGRLLNTYTCSVCGR
QSSHTENFNDLPLAFPELTPNSQLEDLLTHYLRPEILKGSNRYHCESCQELQEAERSVRIEQAPQYLILTLLRFSYSAKT



QSRAKILSDVKYPSALTLPVLNDQEEAYELTSVIVHSGTSSESGHYYAYARSEDDRWILFNDSRVSFSSFASFSSVTSKF
AKDTAYVLVYAKTSSCHGNHRDTPLHADLVSAVEKDNLLYVQEEEAAREREMRQREKSSSNSFSSKWNDHNGPPGSCGGG
GFGSMPRFVC*                                                                     
>Ctel_165719                                                                    
MECCHLIENVQALSVSTVLEKTASPQNWCCSVCKTNKSLWLCLCCGLVSCGRYIAGHAKSHHKEKEPLHSVCLDCHNMAI
FCYICDEFVINDTPNGDIEKIRSRLQDISASAENQTKENRQLRRRCSSDSTSTENSRKRQKKTDDKKRLRRSGLRNLGNT
CFMNAVLQSLSNIQTFCGYIQQLPSLEQKMSKKKITTRSCTEGNDVFVVEELRKTLVALWQGSKAAISPESLFSVIWKVV
PRFRGYQQQDAHEFMRYLLDRLHTELMTLIPYNATVRPNSPYVGSPLGKSSVVTAIFGGILQSEVNCLICGMESKKHDPF
LDISLDIPSKFTCKTPNPKNGEIVCDLSDCLSSFTDVEELEDTELYMCANCKCRQRSTKKFWIRRLPNVLCLHLKRFRWS
TYLRVKVDTHINFPLRGLEMNHFMLDNLHETRNSSASGSQSKYDLAAVVVHHGSGAGSGHYTSYAVHEGGWYHFNDSSVT
QCDEETVAKCKAYILFYVRRDIKLPEYLSPATTSS*                                            
>Ctel_156372                                                                    
MVEVINGPPECRYGVIRWMGHPKTEPSKLIAGLEMEEESSAFTDGRFGNERCFTCPSNKAFFVFTHKLKRDSRFDESASF
IERRDIVFISFLRLHLRFSAFGAMACPDLEGDIPPPSANDLDRFLGQNKGIQGHHNSCYMDAMLFSMYSFSMVFDSILFR
PKRSDDIKDYDKVQKVLRDGIVNPLRSNFFVRADKVLNLRKLLDKCSSVKGLMTEEKDPEEFLKSLLQETLKADPFIKLS
SGQECFHYQLFMEKEESIVLPTTQQLLELSFLQSDIKLAKTPPCLILQMPRFGKTFKMYSRIVPSLRLDITDIMLSYPRE
CTICGRLASHECQACYQHFGDSLDKIAFCANCLKKSHSHSKRTNHSPRPLQIDPDYLQYYESHPDASIAREVLELFAVIC
IATSHYVTFVKCGKGDDAPWVFFDSMADRMGTKHGYNVPEVQQCHFLPEWLKDEQRKKICQISDDKQLPEQMRRLLCDSY
ICMYQSPSLVHYQ*                                                                  
>Ctel_136598                                                                    
MPARSTDSLLQIEESLHSSLKKGHHSASLSDRLISANKRILLQHIEFRPAAATSSAQLEKLKSKYASINPSTSLTDHVKP
SKGMSPFNPPSASDLAHDDDLPDPKVVLYPPEKVKLQWPAVRRIGAGLTNLGNTCFLNSVLQCLTYTPPLVNYLSSSEHA
HTCKQVGFCMVCELQRHFRRCYENGGQAIKPHAILQKIKLIAKHMHWGRQEDAHEFLRYVIDAMQKSCLNGNTKLDRISK
ETTVINQIFGGFLRSQVVCLKCKAKSNTYDPFLDISVDVKNVPNIQKAFEKFVQPEQLDLDNAYNCTKCKQKVAAQKRFT
IHKPSNVLTIQLKRYGVMGGKVTRHISFPEKLNIRPYMSVSQGAAITYQLYAVLVHMGHSTNSGHYYCYVRSSNQAWYCM
NDSMVQQTSQGRVLNSEAYMLFYIRCDAAANHEQPKVCPFHV*                                     
>Ctel_136564                                                                    
MSANCWPPQHPGWNPRMSISISNTKGLLNAPGENNCFLNSAVQVLWHLDVFRRSFRMMSGHACMGNSCIFCALKVIFTQF
QFSDNAALPSDSLRKALAKTFADQQRFQLGLMDDAAECFEKMLLRIHFHLAHPHSEDACTAQHCIPHRKFGMSITEQIIC
ECGAASEPFSFTQMVHYVSTSTLVSQLQQTKSPCNFGSVLRLASSDGSELKTCPGNCGRQNVHVRRSLTNSPEVVSVGLI
WDSDHPSLTHINDVLRAIGTSLSLAQLYHSVPDPHRADACPLQLVGVVCYYGKHYSTFFFHSKTNTWLSFDDANVQELDP
YWESVVEKCSQGHYQPLLLLFADPNSVPVSTETAHQNTFILDSSQYTGASLGTHLRCLISKEGREGGGLCTLEVILLGSG
SLIH*                                                                           
>Ctel_226398                                                                    
MFELIISCSYYLFYFILDFILYILVDIVVKTCLKEASDEQEKRVIWLWESALLACLCFFISLCHHFPWLLMCLSLLTFLY
TQLLGRINFRYWWWQLATRWDEFEQHEESMEVYHSRNINPPNVSVQPGQNAPFMMSQPQWHAPPPHNQQMPPIMTQQMTF
QSDPNTPPQAEPWYPSDSPNSMKKQPVQIFIPKNNEVRFRGPNVERSPYTPVMPRGQELTRKPIHGSTNKSLGISSRLKA
TFMSAIGMGQTSPSPPGLQNSGQNTCFMNAVLQCLAHSPQLASSFDPKVKSDLTDSQRPLVNAFADVLGQLNSEPDSWET
ARTLSLVDLRRAASLSNPSLVVNPSGKMKQGQQDAAEFLMWLLDALHYALNCHAPHSTSTGDEGEQNSSFSRPRFTAWTL
RMLKYIYGDLTPQRIQELKLSCRSEIERANGLDNASYAEPIQRLSDLEWLTYKERNMSLLDDLFTGQMVEAQHCTACNRI
SVTIQTFNILPVPIVGPRQISGIVNLDDCFAKFGTIEELYGPDGLHCDGCNRGFQAEQSSTPLRRPDLSNGVMSPIPNNS
SDLMSDSSVNDNLFKTSTPIRGVPLPRAGFKVTDGQRRSLLRQLPECLVVQLLRFSFHQGQPRKVYRPVSIPLTNLDLTG
LIIDNVMKREDLTALHAGFQYNLYGLVLHLGGESTCYGHYVAYVLAANHLWYKFDDQIVTEVNMEYELNTKQVRENAYLL
FYKKNNVATP*                                                                     
>Ctel_180316                                                                    
MAEAEAAQSVSLQLQKKEISALIKSSLKKGATWFLVDAKWFKQWKKYVGYDNWDVSLAGEESANPGPIDNSPLMEANGTT
DTLKDHLMDELDFVLVPEEAWQKLTSWYGTVAGQEPFPRKVIEQGMFTKHCKVEVYLMDLKLCDYDDLKKIHVRLFSRAD
PVEVIKTTMRGVFSIEDDVEIRLWNKYTTSTFELLDDKGNGYSIQDAGLCPGQVIVVERKKSDGTWPRQVPSKNLTSFSV
SSISGSSTSFGAGGSSSSSISNYESNSGSYPSSYFNSSYESNTRNRGLCGLSNLGNTCFMNSAIQCLSNVHHLTEYMLSD
RWQGELNTDNPLGMRGEIATTFAELIKNMWSGKFTYTVPRNFKVAVGRFQPQFSGYQQQDSQELMAFLLDGLHEDLNRIK
HKPYIEVKDADDRPDHVIAKEAWENYLRRNDSIIVDIFHGLLKSTLICPACNKVSVTFDPFCYLSLPLPIKKERQIEVFF
VSGDPAKKLTQYKVTVPKLGTVNDICKALSTLTSVPADHMMVTDVYNHRFHKIFPPEDGLNHILDRDDIFVHQIPTKNTN
DSDHTIIPVYMREKNPHSSKSYNNSSTQLFGQPLLVAVPKKNCSYDMLYQAVLKKMSRYVTSPAEQDEWWKTVSNGSSEE
SNLNGEMEVNDEADNSSEDSIQEASEVIQEEADDKQSSRAPRLFTFHFVNSYGSTEMQSIRDDGKMLKFPSRCYLAIDWH
PKAKQMFYDEKAAEDFESDPSMNAKTVQKRHVQLTECLDLFTTTEQLGEQDLWYCPQCKKHRQATKKFDVWQLPRVLVVH
LKRFSCNKYWRDKLDSYVEFPTRGLCLKKWLLNQCHGSATYDLISVSNHYGGMGGGHYTAYGKNKDTGEWYHFDDSSVTA
TSEDSVVTKAAYVLVYLQRDLSQGAESSRGQAASPSASGAAGENSDFSPSEEIEMDLN*                     
>Ctel_225994                                                                    
MIDEIVKKEKKIRRRKKVIVTGDENEQTMKECSPKPPAKKRTKLSLKEGKEERKLETMFQNSAKKTANPSVLQVLCYTPG
FMTQLTILKKEIAATEEEIKKLEQGEPSDSRDMVRYIHQLFSNMENREELYSNKKTKYLALRPYSIIHELQKINPVFVEG
EQQDAHEFLQCILGCLQESVKEINTLRERLTVTVSANTKPPTESPPDEAPSKRAKKLTKMSDTSLNALKQMALNSRLSVD
VTPLDIPSMKPIRDPIPSLFEGSMALCTQCLECESSTERKDMYQSIGLPVNHPMDPELNENDWVRNAIREEEFLRGDNKY



KCEECLRLVEAKRSLRYISVPQILTLHQLRFAVYSGEVLSKLSQVRPIPFTLPCLLDKCPPSCSEHQMHLYAVIKHCGAS
LLSGHYSAYVKIPQHKIKALEEARHLYYPWETAEENAEPLVWLHLDDDQADVLTLKEIKHALAFSESSTPYLLFYC*   
>Ctel_213428                                                                    
MQPFLLAGTCPGLVNRGNTCFLNALLQALAPCSTVNQWLSDFVSKQKEAYGRFMASTLLQVVRVLNNDSFEHADEYEAGG
VISALQQRRWVISSEEQDAHELFHVITETLDEEARPFSSPMSLQDVRQLDNFDPIIQGSPSTRNRGNLRLPVLPSRDNDH
PFRGLLANQLQCKKCSFKYPVKHDTFDSLSLMFPDKYIPSVMTLDRLLKHFIAAETVEGVSCDGCQKKQLPGKDAKCTAP
FFKKITLGKVIAPCHDFILVILFEIPQLPKCLCIHIQRTVWLDNGLPSKQSEFVRFPEFLNMSDYVYTRKPRKILRPNSL
DLDMSLSGLRGGKNKLSQPPTPSPVLSPPYSGPVNLLKAFNWHSKRSLTVGHNSLPPPDSEQIQRLVQAYRVETPSTAEN
LFRLVAVVVHLGDMDSGHFVTYRRAPSAIGQRFPDAWLYTSDTVVRRASLDEVMTASSYMLFYDKI*             
>Ctel_225482                                                                    
MEFIPSDIAASSEQSMDPTLSAPVTSFQSPYEEQGFGHEEFFEIKNSMVDGGDRFSVSAVAFDGQEELLWMGNQGGHVTS
YYGLDPQKYTSFQVHETNEIRQLLTVDGLVFSLTPDSLRCNSKYGRPQYRHKSDALQDMQCMLLTQPHKILMGGHQPIMV
ELDIEKRKEIRQVEISEPGCAILRFSTQYICSGDTAGKVTLRDPRSLKTQHVLQAHSGTLSDFDVCNNQLVTCGFSNRMG
SLTADRFLMLYDLRYMKATTPMPMTLDPMFLRFIPMYSDRICVVSQIGQFQVMEQGALTPASMTVYNVQTEGASINAFDI
SPSHQTMAFGDAGGFIHLFGTETPVMNPFSKDTEFAPVETLHASIDVNNLLAPYSLVPMQYPAQGKLASDWPEELCQKTY
RKAPRIDPEIIRTVKMVSNVGYAPNPGGRRRNQMQRPTASSHKTTHKNSVPDSPLDRDDPFIKIPKRYRKVEIKYSKLGV
EDFDFWYYNKTNFAGLETQIPNAYCNAMVQVLYTIEPLRVALIGHLCDREFCLACELGFLFHMLDLQKGKACQASNFLRA
FRTIPEASALSLVLNDAEESMGKVNLRRLIQNWNRFLLQQIHTECSELSDISSILEKSGLQPLSPVSRTQSWSEDPNIED
HPLTSASPLPSLDEDEIEEKDEKEEKKAKGTVPEPLELKKQRLDSLSSEDGKPPQGGHAKDSAVKSLFGLDLENVFTCNK
CGAVMKRSMTSSANDLSYPELMQDRVEKQYLFAEVLQRSLCSEQNTQAWCNVCKKYQPHVQTKVIESLPDILSLNCHLES
TRELEFWRAQEAFVRKKYEGETTSAASITRSAVKLCRYGLACTRKDCKFRHDNDGDRSSLRFDEAASEDKRSVYDHSWLP
VGLQAKLLDDGKVLFHNIEDENDIPSKWAEPDLSYYELHATVAYIKDQKTGGHLISHVNMGERYHQRKERVTCTQWYLFN
DFAIQPIERQEAVSFNLDWKIPCVVYYMRKDITARHSTTIQNPITADVLFTDSTLVTPRRKHVMFAPLDRPEIPVEGEVV
GLDAEFVTLNQEEAELRSDGTRSTIKPSHLSVARITCIRGKGPLMYEPFIDDYISTQEAVVDYLTQFSGIQPGDLDAAIS
QKHLTTLKSTYLKLRYLIDRGCLFVGHGLKKDFRVINLVIKSDQVIDTVDLFHLPRQRMISLKFLAWYFLGTTIQSDMHD
SIEDARTALRLYHKYQEMCKEGMDMVRETLKEMYETGRKLQWKVTDAPSPVEIAADRAREEEEKRKKEEKEKEEKEDEKE
KEEEEEEETE*                                                                     
>Ctel_165273                                                                    
MSRAYDGTTYLPGIVGMNNIKANDYCNVILQALSHVAPLRNYFLQEENYNTIKRPPGDQMFLLARRFGELLRKLWNPRNF
KAHVSPHEMLQAVVLCSKKHFQITKQGDSVEFLSWFLNSLHQCLGGNKKVNSSIVSKTFRGSMRVYSRKIPALELREDEK
LKLLETEEYQETCAETPFLYLTCDLPPPPLYPDGLQENIIPQIPIYNVLNKFNGISEKEYKTHKDSTMRRFVITRLPPFI
ILYFKRFTKNTFILEKNPTIVNFPVKGIDFGELLDPKDRAKHKSTTYDLVANIVHEGKPGGGTGSYKCHLLHKGSGKWYE
LQDLHVVDILPQMITLTESYVQIYQVREDEKEEMNNER*                                         
>Lgig_53476                                                                     
SSAKKALLHQINFKSAVKPHSLQIDSLRTKYIPLNPSKNYGPSSLEPGSKRDNSFKDKMNDHKPEKSGEGLPSPRVVLYP
ADKIALQWRKIHKVGSGLENMGNTCYVNAPLQSLCYTPPLINYCYSQEHSLHCKNPSTCLMCEFIRHVRENFEANQTFLT
PSGIFARVKHKTISPLKLFTNGKQEDAHEFLRYMIDGMQKSCLNGYNKLDRYSKETTVINQIFGGFLRSQVLCTRCKNRS
NTYDPFMDLSLDLRNNTSVDKCLEKFFLPEYLEGDNAYMCPVCQQKVRAQKRFTIQKAPNVLTIHLKRFDFDRMCKVTRH
IDFEKKINIRPYMSFRQGEPVLYDLYSIIVHAGGNMNGGHYFSYNKAPNMIWYKMNDDMV                    
>Lgig_109772                                                                    
PGNCGLYNLGNTCFMNSGLQSLLASDQLVKFCLEALVISPELQDTLLGRFKTLVMKIWSGEYSVIYPRDFKDTLSLYHNQ
FQDYRQHDCQEFLALLLDSLHEQLSTVDDIPSVPPVLESYSENDELEADKAWDDYITENNSVVVNSFQGQFKSTIVCSEC
SHISVTFEPFMYLSLPIPRALERQICNEVLDEQNPWYCPQCRKNQCANKRMTVWRYPDTLIVHLKRFVFHEFSSTKIDNP
VIFPQKNLDLTDFLSGPKNTDLQYDLYSVVCHFGGSNSGHYTAYSKHPIYQEWFYYNDETVTKQTPKHDEYSSGYVLFYQ
KQGKMAG*                                                                        
>Lgig_109924                                                                    
MNSNPYYDTWDRHNSIAISANKGLRNAPGENNCFVNSAVQVFWHLDVFRRSYRRLNGHTCMGNSCIFCALKIIFTQFQYS
DQKSLHPDALRKALAETFANQQRFQLGHMDDAAECFENILRRIHFHIANDCEEDTCNAPHCLPHQKFAMQVVDQVICPCG
ATSNPLKFHEMVHYISSSALVAQARAMHETGDMLHPERFGLLLRNASTQGDVRDCPGNCGGKKVPIRRTLMNCPDVVSIG
LVWECDHPTVEMTTEVARNIGTTILLQDVFHSVMKDEKTLPKLHLVGLVCYYGKHYSTFLFHSKQKVWIYFDDATVREIG
PRWENVVEKCGKGRYQPLLLIYANPNANPVHVDTAPRKKVMAQGFTSGKSI*                            
>Lgig_113814                                                                    
SFFTGPTISLQDCLAAFFSADELKGDNMYSCEKCKKLRNGLKYSKVLELPEILCIHLKRFRHEFYSSKIGAYVAFPLEGL
DMKHYLHKECQNEITIYDLTAVICHHGTAGGGHYTAYCLNYINERWYEFDDQVVTEVDVQQVINCEAYVLFYRKRNDQMH
SLRQKAMELMEAKEPSLMQFFVSKQWINRFNTFAEPGRITNSDFLCTHGGVPPYLVDHVDNLVVPLNQCMWEYLYNRYGG
GPVCNRLYSCQICQRELDNLILRQKTEMDTFIQLNDEFKCEENPNVIYAISMVWFKEWENFVRDRTPYPPGPIENNRIAV
MKNGQQVLKQTSDYGQVSRETWCYLHKIYGGGPELTVKQTVQPTTLLSQATANQTSPGQPTTVSQQKTNTATNPCPAPNS
FPNSEGNSESSSSSQTTVVEGSSSTPVNNSSEEELPSDGQPSDGQPSSSGGQLSNQATVVDQSTHCKND*          
>Lgig_120659                                                                    
MDESDNMEFPVTNLYELEGRVFTETWNIPYKKEESLGKCLVSAAKLAEAGLLENDENCCRFIDKCMPEAFYKLLTSNAVH
KWGSEIQEGIYDMLILLIDVVVNRLKHQPVHVGLLDVLTLAFDPETEFHFKNKAKRDTNGNWEEKFEEGQPVAVMPVGSY
KAFSAQGGLESVIKILENEELDAPVMAALLRPFGICSDFLNSQLLKDLLAPGMDRANKYVKGLEEKDLKEKKIGSVANLL



ASMKLLCLNMWVQNVDAIDELRLEMALRMLKSPNFNAKMNSLKEVTKLIEESTGSKVPKTAIETDKILDWLVDNRILSIA
LEGNIDQAQYCDKIKGIVDFLGSKLSTDELTMIWKMQNGQTNNVIDNIHSIVAAAAVKFDPQQLEHLFLLIQKKWQDDNN
RMREKLLSLIGKIGKDARVAKTTTRVLELLWDLAHLPVLSTHLIEQALEEHHAILSDSYSVKEQVKLQYVNKCVEDIKKE
IEIEHPLNFFQGVILELNKNCDIIKLVTNSLIKCHKQGVACVGDGQLSPDTLVDGRYPHSDYMTCHLNFLQYVLREGVLY
LPWNRARDIWTTMAANNRACEWDRETCYKWFSDRLTDLEADSQNQLFQKEILRLDPCLFISVSGFSCFKNYFENVNLYEH
RLKRNVNTSIVEKCDLLGLDYLWEICLNVPDESIAHNAIQLLLHMSYLSLNPRLKKDPVSLHKKFISECYNRLEAAMIGI
GRNLIAQSISSATKMLTAPVVPEVANVPLPSKSVNLLAIERLLWLAESYVLSVEETHSSPRTILPHGASFHGYQISINCE
SQRQNFTLSCHSNETLRSLRQKVSDELNQSTDHIQIVAKDKLINSSEDEKLLYQLDFGDCEDLQIRVGATGTSTVSSGTS
SSQSLQSKEVNTNKRLIVILQEKMLPGVVMAIGGQVFDMLYRLTELDESKITKRVQNLLMLIPTDPAVSEALDSLGQKDM
KTSLSSDDVSSMKSSPKKNTVSPASPRLSPRDTLKSLFDCNAPDMSAFRVLYNLEVLSSKLMPTTEDAGSRVSAKSFCED
FLLAEGLTLVVNVLQPESLPTDINYQIRQGCYSICLQMARYLLCGQTVTGDNVNQPESDDETGAASLVTTASPAHGPQLS
NKLQSAGSHAIQTLGEKDFTKTVSCFMRVTWAAAAGRLHLLSSSQPIRESRDTFNCGRRSRQSSSGSTASTNSDSDCQSL
HAGVCSHQISIPTKDVHIAQEALEILTACLKLRRELMASFYSLPCVSDFVIDILVGCPQILIRQAALKSLHELSQIEIHL
PRDNSLQSPHQFVLQLLLRAYLPFWVTSSQTRGSSQKLLNQCTQYFELRCLLLENLLVYNQKKLQIDVVSMLEDELGWLS
NFVPSRHVELNKTDNTLLAGHLKLIKTLFTCEGVDKIENGTDVVRDLLHEFLFPASKLMLDSLNESTTDYNLAEFNPKCS
NAESRVAAYELLTELADGCLVNLQLICKELIQMHHQPNNIGANEWDYMPPVDGRASCGYVGLKNAGATCYMNSVIQQLYM
TPGVPEAVLAIDQDDADEETVFYQMQQVFGHLMESRLQHHEPEKFWQVFKLWGQTINVREQQDAFDFFQALIDQVDEHMK
KIGRDEIFKQKFQGIFSDQKICKDCPHRYEREEAFIALNLTVKNATLQDSLDQFVKGELLEGDNAYFCEKCGEKRNTIKR
MCIKTLPSMLCIQLKRFGYDWEANRALKFDDYFRFPWILDMEPYTAEGMARQENEDNTEDTCSESGEKINGDHSVTSGDT
MELSLSLDSQPKQINFELVGIVVHSGQANAGHYYSFIKDRRGTVLTNPNKGKWFKYNDTIVEEVMMDETTVEQECFGGTY
KPKVIDQGSNYPEERLRYWNGYMLFYEKMDELKTPGSAKRSRIISRRVLPEGGKRSLDSDSLMELTELVHKGERKGIFLD
KMPASIQQVIHAENVTYVKNRDIYNNEYFKFIRDLINKNVVSLILKKRFIKTRIMKMFFFPVYNNKWVFNVICRRELDQW
LYVLKRIITKCKEACLWLVEYFASKEGSEFIKPFLLECPNKDIRVMFSELLENLMSAFFLHGGTHKSFDPILEQLLHMLN
KDVVDNVKNAVQYFNLILAYIQMGTKACAHMFGRQGFQRLVTFLLGHPDTFDSTSRRWISIQAREFGFLHSSIASLILNC
DLAPYRTESVGDYPVRQPQTVQPKIFLRMSSDMEKYVYGVDSDRYLKEVIQAVKELPSVNLQPIFDMLLYCAFCNSKFSL
LVIKHLALHYMNSPSNELKPIFALLNELLSMEDPLQLSRLKWVIDGSVIRLNHVSDSIRSYRCIKFLVSFTTECTVAKDY
LLQTPSKWQWAVNWLKKKMSEHYWSSTTSANMSNEDTNRKSFQRTKSAQYTLQEATALLTEMEAHELNTSDINMQTTVDD
IDAASTSKVESDEISISEESKPKS*                                                       
>Lgig_127660                                                                    
MECPHLENSVRIFSVPVKCENNPPEFSCSVCVTDNSPWICLSCGVVYCGRYVNGHAKDHHEKTQQHSVCMDCHNLMAYCY
ICDEFVINDTTAGNLDKLRKHLESLSRLKPTLQTQRLVVGLLDDKNGENGPRSSGLRNLGNTCFMNAVLQSLSNIQHFCG
YIKQLPSLEDKIIKCRKTQIKKTRESGDTVLLVEELRKTLVSLWQGSKTSISPESLFSVIWKVVPRFRGYQQQDAHEFMR
YLLDRLHTELLQLLPYPNSNSPFIGPKGKSTIVTAIFGGLLQNEVICLICGMESKKHDPFLDLSLDIPSQFYSRTNKPKE
GETVCKLADCLESFTDVEELEESELYMCSNCKLKQRSTKKFWIRRLPNVLCLHLKRFRWSSHHRVKVETFVDFDLKGLDM
SHYVLDMLVGSSAGSNLYDLAAVIVHHGSGAGSGHYTAYAVHENQWYHFNDSTVTACDIETVLKCKAYILFYVRREIRLP
DYLRLPTNGAVS*                                                                   
>Lgig_130809                                                                    
MPPKLQLDKEAWKWADTTQPDNVTDDNVATAYRIPVKPCLQGTCKRNCKGNPFCLNGIGEKQWLGELDLRKYTDFDPEVE
RREKNSYVGLKNLGATCYVNTFLQLWFHNSAVRQAIFKWRDSDSTDVVDENWTPSSICGQLQLIFSLLRYSEKRFIDPTW
FINHLGLDTGLQQDAQEFCKLFLNLLESAMCQTVELNIIQEQFRGQYFYVITCKNCGGESKTSSMFYELDLNIQGQKTLQ
QALDNFLQEEVLEGENRYLCRYCQEKQDATRAIRLDTIPPVLNLQILRFIFDKKTGHKKKLNSFLQFPDTLDMSKYLHTD
KPVVYQLQAVLIHSGPSAYSGHYTAHILSDDKTAWYRFNDENIHKMMGKKLQLGTEDEADLLGKEQKIPKTSKGFHSSKN
AYMLVYSRQDSEHKDEYNLLPSAVQDYIQKDNEKFNSWISEILNSRDCNIENGKAKQSEIQTIYKSLLINDGRQQIDNME
WINSEWLSKWLSNPNDVLPIDNSILLCPHQKLDPDMICKVKCININGGQQLYNLYNGGPRLKGQEVLCKACVVRRCQVIQ
LKLKMAADDQKISSLMKNINKSEKLYWIGKSSLRSWKRLALSQLESEERVPNGNSNGTGNGATSPENNDDDVNDQMEPSF
SFNTDLLCDNHGNLSCDENTRKMIPEDVWKILYGYFPQSKQYTLDHPVCPQCQAINLEKSEIKLLKKKRIEEQKNELCDL
YFDRRRPSLEDQSLSQLYIVSKIFTTEWRKYIKDNGRTLPITCINNQILLCEHNKFLYSAQELYHQSNVVLLYPNEWKIL
CSYMSCDVDINIIRYKEDSDTNLTTITIPGVCETCQQVRLQAEKDEKYNFRNTVIYVYKEVVTQGQVSVDNLSINTLANG
TGTQDKNLNEVDDNNIEPPDKMQKIDPDEISRRKSQRRRKVRGEKEINVSSSMTLKELKIKIMNIFSVPPFDQTLILDGE
ILNDNTATLQQLKIYPACNILVKVDEPSEDHSVIEDILTGLYIICHTFVINFSLQYRGAQMTQ*                
>Lgig_132462                                                                    
MAEGGPPICQTQKDEIRNCLNQQLRKDDIWYLLDTKWYKQWKKYVGYDNWDSGNAGEESANPGPIDNSPLLKEDGTLQEH
LSEDLDYHLLPKDAWNKLVSWYGIIQGQEAISRGVIEQGMFVKHCKVEVYLLELKLCENSNLDKTVARQFSRASTIAELE
KRMKKEYNIPEEKEVRIWNRYMSNTYEHLSKMENTLQDSGLYPGQVIVIEQKNEDGTWPRPAKSSQGSASSYNNYQYEVG
RGSATPGLCGLSNLGNTCFMNSALQCMSNVPSLTEYFLSGKWKEELNPDNPLGMRGEIAESYAELIQTMWCGKHLYSLPR
AFKLSVGRFAPQFSGYQQQDSQELMAFLLDGLHEDLNRIKSKPYVELTDAGDRPDEVVAKEAWDNYLKRNDSVIIDTFHG
LLKSTVQCPQCFKISVTFDPFCYLSLPLPIKKERLMNVTWVPLTPDEKPQAIKVTVPKTGCVGDLRKALSKIVDTPHEMM
VVTDVYNHRFHKIFKEEDGLSHILERDVIYVYETSVKNTEDPNVVILPIYFREKGRAKPTNNYGGRDQLFGSPLLLPVKG
KVTYDMLYDLLLVQMGRYIRLPESKEEWWKDEDKEDMEEDGEEGKNGGNNNTDKHINGGTEDEDDDDVDEDKKKDEKPVK
PKRLFTFTAVNSYGSSELDQKFQDDGRPLKVTPRTYIAVDWHSAAKEKFYDENKALAVEEHESGRNKNPQKKQVIQLSDC
LKLFTEAEKLSVQDPWYCPTCKKHQQATKKFDLWSLPNVLIIHLKRFSYNRYWRDKLDALVEFPVHDLNLQEYVINNKGV
KSYYDLIAVSNHYGGLGGGHYTAYGLNKSSNEWYYFDDSSVSQSSEDQVVSKAAYVLVYQKRGFQSTLNQYITKPSSAPA



TETSGASDCGLTNGAASNGVEDSEDMDIN*                                                  
>Lgig_138555                                                                    
MFTGSGVIDLTKDTTGDNEDLQKAIAASLHETPGILGGQVTREEQDISRILEASLAESKAGTKRKRGDIWFVDPLNPHER
KRVEQWPVGLKNVGNTCWFSAVIQSLFHIRQFRQLVLNFDFSLANADNVFIEYLQDTRNISFMEELQCLFALLVGTSKKY
VDPSKPVEILKEAFTSPTGANNSQQDVSEFQHKLLEWLEDAFKVYENKPKASTEANCDNNVKSPVVDLFYGQFKAEGIHE
GKGFSNLETFGQFPLQVSGFRDIHESLEAATSPAEIEAVSSDVTQKSGQELWFTRLPPVLTFELSRFQFNQQIGRPEKIH
NKIQFPEVIYMDRYMERNQSITRQRREDGKKLKEQLRCLKAKLDKFLRYGSGNKRVPLQDVLQYALEFAQSKKHDRTSSA
SNQDIEMESPRTNTNNNERLSADVPDLPDIAMTTYSQSPGPSARSVDGVTPPYPRHVEDSELEVLEGCLRRWRTEVESDV
RELQENISSLEEKVSGMYSDESMKKFPYHLHAVLVHEGQAASGHYWAYIYDILREKWLKFNDITVTESSWEELEKEGVGG
YHNASAYCLMYVDRSKLQYNTDTAKFLDSMECLPPELFKMVTEDNKLFVKEIQTWNEDQARKTAEAEAKTASEKKIAKTS
TQTSQTALRYSLPITHANISFTDTLKAVKQYVDLRDCLPKDSLIQAVNQELKRLAELSKRVSVVLPQDDLRLQHILIYMG
HNSADIKLQQIIELEQFSFIKDLDTSERGKEMRKFASEYVQKIQNEYGSDIYKRLEDWHCKYQLYREVVYLFIKGLEAYN
KERYAESLPYLDKAWHCNIDCTVNGKHEGLGVNKNILAYFRRTCLQCLNTSAAELFESEEDVSEALTLMNSLILPTLPLL
SSSGVQHDVIAAEEMKEKWCAFLGEQLSGKLISGIVFLV*                                        
>Lgig_141851                                                                    
MLFISVPVQPKVDRSRSCPYLDTINRSVLDFDFEKLCSVSLSHINVYACLVCGKYFQGRGNNTHAYTHSVFEGHHVFLNL
ATHKFYCIPDNYQIIDSSLEDIIYVLNPTFNTKDIKRLDITAKMSRAYDNTTYLPGIVGLNNIKANDYCNVILQSLSHVS
PLRNFFLQEENYKKIKRPPGDQMVLLVQRFGELIRKLWNPRNFKAHVSPHEMLQAVVLCSRKKFQITHQGDPIEMLSWFL
NSLHTAMNGTKKLNSSIINKTFRGKMKVYSRKVPAIDLKEEEKAALLLTPEYQETVDEIPWLYLTCDIPSPPLYPDELRE
NIIPQVPFATVLAKFNGQQEKEYKTHKDSTMKRFELTRLPPFIIIYFKRFTKNYFVFEKNPTIVNFPIKNIDFGDLLSPE
VRAQHKNTVYDLMANVIHDGEPGPGKGTYRCHILHKGTGKWYEMQDLHVADILPQMITLSESYIQV*             
>Lgig_143977                                                                    
MDGVGRYAVTSLCFDTQELLWAGNQGGYVASYGGMNLQKYSAFRSHMTNDIRQILTTEQGVISLNRNSLRCSIRRGLSVF
TYTDPQMLDMQCMIRTSPTSLLVGGHQKKAFELDLNKVQLINEFEMNDPGCAILRQNSKYLFAGDTSGKVTLYDVKTMKA
EHVLDAHSGTLSDFDVQGNLIITCGFGNRMGAMTADRILMVYDMRVMRAVAPIQIAIDPMFLRFVSAYSNRLAVVSQNGS
FQVIETTAMKPPNMMLYQVNSHGAAIMSFDISSSCQSLAFGDSSSYVHLFSTGEHPCFNFNPESTEFTDHVEHIDPIHIM
DERTPYSIIPMMYPSNGHLLSDWPHHLTQQVYRKPKPIDLEILRTMKIYHNAGYAPNPGKERRNQVPYKLNKDKKSNNSS
VPESPLGRGEDAFVLVPRTYKKLEMKYSKLGLADFDFRHYNKTKFAGLETHIPNAYCNAMLQVCSYQNYTQLFVPNFLLH
FYTPIRICGRIFHLCQKEFCLACELGFLFHMLDSQDGQTCQASNFLRAFRTKPELALLGLVLSEADETAGRANLTRLIQS
WQRFVHQQIHSDELKEKEKEESDATESNGDEKLVVFKTSIITDLFGTTTTTTLTCRCGVETTRDVDTTLTNLSYPDCNPS
VSYTLADVLKYSWMSETMIQAWCNDCNRYQPHVQKKTLKNIPDVIALNCQMENKRDFHFWRTQIKTEFKMVEKEIDGKIF
NVTYELPTIRLRPELEQTESVQNPPIERQSFSWIPLGLKITLDDKSNLDIEQISDEETLPKKLADFTKYYELLAIVSHIK
DDQTGGNLVSHIKVAEPYHLRKERVPCTQWYHINDFCIEPVERPEVTSMNLDWKIPCILYFIRRNITDYHPCKVVNPISS
EVLFNDPGLANAERRKITFTPLQKDQLPKKGDLVGLDAEFISLKEEEAELRSDGTKSTIKPSHMSVARITCIHGQGDLQS
EPFIDDYIQNSEQVVDYLTQYSGIKQGDLDPSVSTKHLTTLKATYQKLRYLIDAGVVFIGHGLKKDFRVINLHVPKNQVI
DTVQLFHLPRQRMISLKFLASYFLKLNIQSFTHDSVEDARTALRLYLKYQEIAEDSKEKVQATIKEMYEIGRKTQWKIPD
IEDDVVGGSLPFL*                                                                  
>Lgig_153045                                                                    
MVFQLPVAVSLLAWKAIYFLNEKTLPQDNQKMRSCLGGNLYAYELPAPPEIQSITEEEERNGGQMKESIGLSEIQRGITA
KRLTTANGSVPNGQVPNIEAATTNGSTSNLLGSPCHSRSPSNVSNIVDSMSKSTELFDGFVIGVHRKMILMDVYFLSSQK
TRPSLFGTPIIIPCREKTANQDLYHFVWAQVARLVSPLPPSEQKTANHAQDCDDSLGYEFPFTLKVVQKDGFTCAKCPWY
RFCRGCKLECNSNLFNNAGSFVAIDWEPTALHLRYQTTQERFYEEHESVEESRRKQTEPIDLDTCLQAFTKEEELGEDEL
YYCSKCKKHCLACKKLDIWRLPPVLIINLKRFQFLNGRWVKSHKIVKFPFKDFDPTHYLAQRPSQTDVKNPRSQSNTSLH
STPANGIVDRNSNTNKSGLHHNILMNNSFGEMNEVNLDEDEDYKDARYDLYALSCHTGILGGGHYVAYAKNPNKNWYCYN
DSSCKEIQESQVDTNSAYILFYERHNLDYNKFMPDVTGKEPDISEIDDEFESDLKKICVVQ*                  
>Lgig_153048                                                                    
MGGKDSKLAVISFDDAVKRVSENEGKRLKEAFKRASTLNGWMTETLFVREVLWDGVPAKMAQLIFKGFGGSSKGLSFKDL
LCGLVVLTRGTREEKMKLIFGVYADDSFSFVQKDETDKRILETEGQISTAVSDLFRESDQVNYDQFCSWLRNHPDATVIT
KWLLMEPSAISLSNDMDTPTFYQTLAGVTHLEETDISELEKRYWTLKAQSRSGRFDLETFRSFVIPPLPEKICEGLFLAF
DENRDNHIDFKEMACGISACCRGPSTERQKFCFKVFDMDHDGKLNKDDVHQMLQALEVIRKEYKSPAALEAEDLPSLDPE
TVSREIMSCHDNDKDGYITMEEYLVWSVNNTLTDDFLALLSQICHIVLGLKPQTKEEEGKIIQSWLERESRKPLKIGQIW
YLISMQWWTTWLEYVNSDTLNENHCAEGNMTPRHKIIKGRGSGGALAWEDDSVIMINASKMSGSGDREVPLVNSVSALTA
SNSSPHYNSLPRMNSANRSPRKNSLNPLDSTTLNRSPSPSPKTRRKNMTSFGPPQKPTAIDNNSLIVNATHKVMTLTNEG
GRLKRDVMLVRGKDFELVPESIWRALSSWYGGSPALPRTVITSGTDSQTELELYPICVRLIRHQIQNQRAPPPTTFTGMM
AGIGGMAWNFAANPSAPRRYLAYTAAFSRKHTLLQIYDFLCTKLRFNREDIRLWKISSKDEQNLALLEDENMTVEEALIE
ENQQLLIEVRNKDLTWPEEMSQLAKNRSLKKDDVPTERGATGLNNLGNTCFMNAAVQCVSNTWPLTQYFNTALHLFELNR
NNPIGMKGHIAQRYGDLVKDIWSGTSRTIAPLKLRWTIGKYAPRFNGFQQHDSQELLSFLLDGLHEDLNRVHNKPYVELK
DSDGRPDAVVAREAWENHVLRNQSIIVDLFHGQLKSQVRCQECSHISVRFDPFTTLSLPLPMDSCIHCEIIVYTIDGAVP
VKYGLRLNMDEKYKTLKKELSELTNIPAECLLLVEIMGPIVKDITELISSLSLVCQQARKIISLI*              
>Lgig_155173                                                                    
MVVADDVNGPAKKKPRLSLKASKKTTPSTADEASKVASATPLDFTNNSETASSNIGSDTQEVSAESCVPYDGPLVPPVSS
LENLGNTCFLNSILQVLRYTPKFLTGLTELYTNIIILEKAAKEKFKQESLKEENESQEEETDLSWELVKHLYKMYKDMDN



NEERYSEIASADVTSMAVKPNRILDIIREFNPMFEGNFQHDAQELLRCLLCYLEDAEKALNVKTEEFEPYIVKPIAKANS
IMTKFLMAGKTAAPKCEQAKDLKNGLTSLNLDTKLAKGDVLEVHNSSTQKKNQSKRKASKRLSESDLTNEKDSRNSTELS
GRRRLSAGSVDETRSQPSVATMFNKSEVPRRRLGMRGAVVSPPASSTSSQFASTDLNNNVDFMHDVNNNENSVPSRNPLR
SKSPAELASSLGKLSCDSPSKDTDLKEAQVRLQKCDRVCDSPLKTVSANEAIKNLSFNKRKRDMDSPINKFTNQAVNRTK
VTAEINESPAKRKVTFDQDTSSSFQLRHTYSPIATSPKTLYLNNSLSPTAAFKDKMCSPSPLRRSPRKSESPLKPNIVTT
PTKMCTTVTKMSPCNLISSATSSAIVSPRRQSPRLNRNHLESPTANSSNSPKAMFKSPLGSISPSPAKRKVNFDLPHAEG
ISSPNACRKSPRNVYILPSPKKSESTSSRSSSAEIKKEPVIRYDFVERLFQGTMMLRTKCIECEFSRERKEDFQDVSVPL
RREKEEVESDEEVEGEVDDSCLSKLMSAFSEVERLKEDNKYFCENCFRYVEAERSLHYEVLPDVLTLHLKRFSASDRLYG
SLTKINDHITLPVTLPCLQYQCPRFCNKPSHRYSLYGIVTHAGTTITSGHYLSYVKIDSNSKNEIKVEPEGPNAHLANLS
TTPFSTEWYECDDEAIRICSDEDFRQKLIGKESSLMGTPYVLFYHRQNLLS*                            
>Lgig_156592                                                                    
MVTDLNTQVVCAEKGGSADEPKVTCIIRNMVNNQATTRHTVTLPVCMGVSEAAAEISKITGFEPSTVSVTYERHNGDKME
ELRFDVMENQPISMVCNLDAKRQDFYVLEKEGVSPKKIEPTSPDSSLGEASGYQSSTLPPSYSATCDSSLGLGSSSSTDF
NSCSYSQAVMKSDTGYTGLVNQAMTCYLNSLLQTLYMTPEFRNALYRWEYDGNEEDSVKNIPYHLQRLFLQLQTSKKRSV
ETLDLTKSFGWDSSEVWQQHDVQELCRVMFDALEQKWKKTKQANLINQLYQGKLKDYVKCLECGYESARTDAYLDIPLVV
QPFGSNKAYGSVEEAMNAFVQPETLEGSNQYFCEKCNKKCNAHKGLKFITFPYLLTMQLKRFDFDYSTMHRIKLNNRMTF
PELLDINQFIDDLEEKGESNNDKHEGEAAANGPVDSSDEGIDEGIEIENSLSGTSSSSDSSSVGSDGTTNDHSNGKNILQ
ITKKKGPYIYDLFSIMIHSGSAAGGHYYAYIKSFEDGQWYSFNDQQVTRITYDDIRKVYGGSSATRGFYSSAYASSTNAY
MLMYRQRDKKRNSAFLSPEEFPSSLQEELRRQEEKEEAERKQREIDRCTCK                             
>Lgig_164457                                                                    
MTSGRISAMCDSGICTDVLVLLDNHDERVHSNVGLQLNKREIQAVIQYVATWAQRQCMCCYKDFKNIEKLNNLIQTVLRV
AIRLIQTLPSDIQKEIDKAKDEEEKNESNKEERDKPDDKEEEEKEEEINVGDNEYWTVEEKEKLIQFITKVFLMNFPLYM
AYKHFIHTSLEELSTHETSALNNYCEISDPDVPLYLLRNVCFFCDTNGIQALENCFEKASPETLPFNFAHLLIHLIANLR
LWMNVQTVMQCIIPLRSAVIRYVCSLSDRELRNAGSRNMTELMWAAVKEPLDNPFSFDREGLQLGFKYFTCTTLTIRLAG
IAQINNQINLYNESCNNETFIDAESVGNELAQWLIDNKIVEHIFGPNLHVEIIKQSQMILNFLAMEGRITNEHIDSIWAA
SQLKHCGKQVYDILIPLIKNLHDLSPVRYLLKLVSSLDISAHTESTLYLASALIKCIWNTCATGHTHGVTTQQLHPQLQS
TYTALQREENESKGSKHVVSSSEESEGYGNRRIPPKKCCSGMNSEDLELGECCPHQHHHAHHQHLKHGEPGESDSSLDGN
SELSVGSEDSGCDESDIRLHHKNSKFRLESKVKLVEESDSEIEVSDSSESPEKLKEKRKGKRVRQITVMRLVRNENVDTQ
SEESCMDDCEHCHDEDLEEGDSEFMDSEEEKIDEVNLMLLKQCERESEESSEFEADEEKVKKLQEIRRQYEAQQLLNKQR
KARQVMLRRALIPSHGRVSQSDDDNQPGPSTKRADDKKMEETIEISGDKDAVSDIGNPEIQPNLKKQDSITSSQKSDAVL
LEAAAELEASVDANTSVSKSEQEETEIYDCREVIQQLQQAQHKHKHLHSDFSEGIMSPDEGSCHSSRISTKSEKNMADFD
GEEGLSEEELVQISANAHYNHQQMHEHLSSLYTTHVPRAVIHHRPVQRDIIPSTSQLACCDVTFDDVCTRGNTLLWDLVQ
EDVAYLLPEGLAVEAEKALLNTLVCGTTDKRIKLKFIAACIENVANHRSVVISLRLLPRIFNSIPRYRNGSVTMWAENNL
NMMDHFFNDLVYYTNAVKEGQTSPNALYCHREEVLVRLQFLICVFSTYGSPDIFRLSERQVDILWNCLATDEECADDCLH
WFLDQAKSKDFHALGVETFKHIFLEKMPQLEPESTSMISLNLFQQLSHLARFANNTSDKPLSEDQVSGMDQLWNIALRAR
NKDVSMSAIQYINNYYIGYGNGLLHKEEEFVKRCMKSLVEALGRVREDAKVSLLVLQKGLTLLKNHLEAFRRRYAFHLRN
WQIDGCGIHSHQQHRFEKQPSPIRILLQPGGMSDKTQLEMMTTDLVAELRAEVTRWWDDLQKQQQQQRQQLEGSHGIQLS
PILGSMLHDGPIRMITLGQELTVDTDEKTIGEMQFKDLQLVFVSVGASRQPKKMDGSVPPARDKLPMILLLQEPHFDNLF
MLLEQLSNLDTDLVEMDCQEMNSLQTEARRLSRSVWELLMILPTSEKYLDGFKSIMTENNEKEEGKQCVDWNILLPPSSP
HRLYYSLQIVEYLSHRSKLRRKSVMRSGGGDAFVNETEHPDNQHPDNIWSSKFICKGGLSHLFNIFMNGSLQPKEGDVWS
QWNQECLAYLLRLMSQFAVGSTDGDTGFDDGSYESPRKKIKKQKGLHEKIIIPRLNQATVNDLNVESVLKILMQILYEAA
LPEDNNQLYLGSWGRAEVVHYALSFLVSLAYSCDEVHCLLCSSPTFTAWLKRLTLEAPEPYVRKEACMGLYRLCLGKTID
DKSGYNFILPILSNLLDFLADALQFKPQKSHEFESQKDKEPYGPGCRDYFFLVCRFVDSISKEDAKREDGPIDLNDLAIT
VSEYINQRCIYESRSGIEEDDGLVGLINLCTAIIKHDPPFKHSSQGQQLLDEIFNDLFSLPSPAHRGLPKCKSQSSRSAA
YDLIVELVKGSVDNYKVLHAEMMIQHSKDSHAPYPWDYWPHEDGRSKCGYVGLTNLGATCYMATCMQHLYMIPQARESIL
KAKCTGNTQHEGTLIELQKMFAYLQESERKAYNPKSFCKAYTMDKQPLNTGEQKDMTEFFTDLISKLEEMSSDMRILVKT
LFGGVLTNNVVSLDCPHVSRTFEEFYTVRCQVTDMKDLYESLDEVTVKDMLEGDNMYTCSKCMKKVRAEKRACFRKLPRI
LCFNTMRYTFNMITMMKEKVNTLFSFPLKLDMSPYMESNLMAADRMKDSHDYDEGLDCEEFSNTEDISCEYELIGVTVHT
GTADGGHYYSFIRDRLNKTDNGQDKWFLFNDAEVKPWDPSQIASECFGGEMTSKTYDSVTDKFMDFSFEKTNSAYMLFYE
SCPPKKNEDTTVAKVDEPVKYNFELSHELSQWIWQDNTQFLQDKNLFEHNYFGFMWQICGYIPTTLKDENNEVGLKAAQL
SLSFVLETMIHSKEKPTMIQWIELLTKKQFNACPQACE                                          
>Lgig_166748                                                                    
MEVCKHLKVLQIAENKHNILNPEKWMCFTCGTTASVWACLSCRNVACGRFNNGHALRHFQDKKHPLAIEVNDRYVYCYKC
DEYLYGDNVTKDLTLLREALSAITTQSFEKVESRGQRLLRSYSNSEITSRQNSDLNDKFATAVLHHSRSLLSKVLTAWQA
YVQHEKDKASPPKKVKLEKTISSPSGRKRTLIPGVTGLRNLGNTCYMNSILQCLGHLEELREFILEMEFSEVWSPPTTPS
PKDKPKPSCRTSHRLNTVDYFQHLSKPVNLRSTPVKRGGGLSGGEGSPSTSSLSLNLNSSLSLNNISLWHELHGLLRVLW
SGKWSQVSPHGFLHTVWNRIPMFKGYSQHDAQEFLCELLDKLEDEVPELPETNHHSNILTDIFQGQLVSSVTCMKCDHQS
STYEPFLDLSLEFPDRYQITSSNSNISDTSCHVTEMLSKFTEIEMLEGAIYSCENCNKARKESKSKPSILCEACKQLLIN
KLPPVLRLHLKRFRWSGRYHREKIAAHVRFDEDLDMSPYCSDSVGWTSCTYRLAGVVVHHGWGFGSGHYTSYCWSNEADS
WLDCNDSKVEFTTLQDVQKSQAYILFYTQVTQDISDESLATPLETTSGEFSDSESLSENSLMVDEDITFNFKNSDLFTDS
NSNASATISTPPRLKRRRTNSL*                                                         
>Lgig_168499                                                                    



MSEKLPCELQNDRNETFLETLRKNLTERIQMVLIVVPNNKKDRYDAIKKFCCVEHPVPSQVVVARTLSKKQMLMSLPQCL
CIHIQRRQWLNSNLPVKRYDHVSFQEILNMDNYVYMKANKKNLRNRCGLFGGKDDTLDSLRFGTQNQNEVLQSAPVNLLR
ALNYDSKTTMNGIFVQPPSPLSLHNTHADENHNGPDLAPHTEFQYKLASVISHIGNEYSGHFVAYRRTPVPSVKNTMGAK
WLYTSDETVKKVSFHQVINSEAYMLFYERMPSE*                                              
>Lgig_176534                                                                    
ACLSCRNVACGRFNNGHALRHFQDKKVYMCFCFSIYRQNSDLNDKFATAVLHHSRSLLSKVLTAWQAYVQHEKHLSKPVN
LRSTPVKRGGGLSGGEGSPSTSSLSLNLNSSLSLNNISLWHELHGLLRVLWSGKWSQVSPHGFLHTVWNRIPMFKGYSQH
DAQEFLCELLDKLEDEVPELPETNHHSNILTDIFQGQLVSSVTCMKCDHQSSTYEPFLDLSLEFPDRYQITSSNSNISDT
SCHVTEMLSKWSGRYHREKIAAHVRFDEDLDMSPYCSDSVGWTSCTYRLAGVVVHHGWGFGSGHYTSYCWSNEADSWLDC
NDSKVEFTTLQDVQKSQAYILFYTQVTQDISDESLATPLETTTSGEFSDSESLSENSLMVDEDITFNFKNSDLFTDSNSN
ASATISTPPRLKRRRTNSL*                                                            
>Lgig_184079                                                                    
MNNTMNHVNDKLNNHTDHEQMETDQIKEDSQNGNDTVNNAVNGGLEEAGAVNQDEEMTEDECRAEALFRHTFDNISKLKE
SMYSPAVMIRNLPWKMMIQMRSNQTSERQKSFAFFLQCNAESDSPSWSCHAVAELKIVNQKNEADSYTRKIQHLFTCKEN
DWGYTHFLAWNELLDPEKGYVKDDKLVLEVSCKADAPHGVSWDSKKHTGFVGLRNQGATCYMNSLLQTLFFTNKLRQAVY
LMPTEGDDCTKSVALALQRVFYELQFSDKPVGTKKLTRSFGWETLDSFMQHDVQELCRVLLDNIEIKMKGTCVGGTIPSL
FEGKMLSYIRCKHVNYCSQKEETFFDIQLNVKSKKSVNESFKEYVTVETLDGDNKYDAGEYGLQEAEKGVIFLKFPPVLH
LHLMRFMYDPLTDTNIKINDRFEFPERLHLDEFLQSKEETPAIYILHAVLVHSGDNHGGHYVVYINPKGDGKWCKFDDDV
VSRCTKSEAIEQNFGCHDEDMTIRYCTNAYMLVYIRESHLNECLLPNGDLDIPESLEERLQEERRVDAQKRKERTEAYLY
MNVQVLLEDHFYGHQGNDLFDTERVNYRVFKVKKSYSILEFMEMLSENLNYPLNQIRLWPLEPRQNQTIRPSWFDTEVDL
NKNIMEAAKNECPWTVFVETLSPESGLKELQPFDNESDVILFLKMYDPRTKSLSYCGHIYVPISAKVVELVPELRKRAGF
PPDTPLLIYEEVKPNYTEKIANLNLPIDKSLEELLDGDILVFQRSDLDMESFDLPTAKDYFKDLYYRVEVTFCDKTLPND
PGFTLVLSQKMGYDQMANSVAAHLGTDPYLIQFFKCQSYRDLPGNAVRCTFEGTLKDLLMYTKPRQPKKIFYQQLSIKIN
ELENKRQFKCTWLNSKLKEEQELILYPNKTGRVSDLLEEAKKHVELDPENGSGKLRLLDIISYKILAVQKEFTTLDTFNP
AAGTKTYRIEEIPKDEDELADDELLIPVAHFQKEIYSTFGVPFLLKVKNNEPFTAVKKRIQKKLEIPDKEYEKYKFAIVM
LGKQDYIPDDDQDLRVTLSQFRPHTMPGGGMQARPWLGLDHVNKIPKRTRYNYIEKAIKIHN*                 
>Lgig_206005                                                                    
MSVHGCQHLSAFKAAKGTDPFRIIYSYFIACPSADARRIKAKSCVCHTCRQTTLRLHACMSCIYFGCYGAKHIHDHAKSK
KHNLAIDLTYGTVICFVCEDYVYDKDLEDIARSFSQKPTLNLVGAYIKEPFSTWEPSEDEIQLLKKNPKRRKVNSNSTVG
LRGLINLGNTCFMNCIVQALTHTPILRDFFLADRHTCQMPGESKQCLVCEMARLFQEFYSGACTPHIPYRLLHLVWTNAR
HLAGYEQQDAHEFLIAALDVLHRHCKGTNGMSCSNPHLCNCIIDQIFTGGLQSDVTCKQCNNVSTTIDPIWDISLDLGPG
PPAFRFTNSPGNYEPTSLLECLKRFTRPEHLGSSAKIKCGKCHSYQESTKQLTMKKLPVVACFHLKRFEHSTGYHKKIST
YVSFPEELDMTPFMSSSRNDNNGFSNQIILDIPTSLSCDNKYSLFAVVNHIGTIEVGHYTCYIRLHKDQWFKCDDHLITK
ATVTDVLNSEGYLLFYHKQILEYE*                                                       
>Lgig_211502                                                                    
MIYGVIRWMGKYEGKDTAGIETDEEIAAGTDGTFMGDRLFDCAPKHALFVPLDKCKKDKRFCTATNKPTHNQNGFGSLET
PDINGDISPPTSLSDQQVWEKVCGKNKGIQGHHNSCYLDSMLFGMFYFTTVFDSILYRPKGQSDIEPYETVQKVLKEGIV
NPLRRNHYVRADKVMKLRELLDKYSNIPGMMNEEKDPEEFLMALLCHVMKADPFLHLSSGEHTYFYQLFMEKDDRLLLPT
TQHLVEISCLQGGVKLKEVPSCLIIQMPRFGKDYKMYGRIIPSLELDITDILQYCPRECVICGHLAEFECKECYQSMGSP
GLKDTAFCEQCSARIHKHLSRKNHEVDRIEVPMEYLEYITQQSKGGTEPEYTVPREKMELFAVVCIQTSHYVSFVKCGSG
KDAQWVFFDSMADRMGEQTGYNIPQVTPVPDLVNWLSETKFEELATVSDDKIFPEHMRRLLSDAYMCMYQSPDVMKFR* 
>Lgig_213731                                                                    
MQREKVSDCFHVNTVSADICWDQLKLKQNVEECDSCPATSPHLWYCLYKDCHYIGCGENAEDHSLKHFEEKNHNLTINLM
TLRIWCNKCEIEVFPDNNNPPLLIHGNRHLSPHHTGKSDISNESSPHRSVSTYEDSDSDYEDETIKPRGLTGLQNLGNTC
YMNSALQALSNCPPLTRFFLDCAGYVRPDKAPHLSRNYLRLIVELWHKKRPSYVVPTGVVNGIKVVHPMFRGCTQQDTQE
FLRCFMDQLHEELKQPIIEEDDDEDDDQTEEETSTEYPVTQIVHDRKSSIDSASSQSDGEYETCDSGLSSERNSGDHNFS
EDEGSDGNDQSGGRSNNQGRDRNRHNARSMYDINDTIPNVKDNKETTNLLAKSPERRHRLSKSESGEFTDAVSDLGSSTT
SLRSRVSSSVKHSAPSSDKNTPSVNIHQKSTTNKSTSSKSECFNYISY*                               
>Lgig_214445                                                                    
MCPCISVNDYVCISALLSHIKLNHASVALQPRGLINNSNWCYINATLQALIACPPFYHLMKKLCDFPPMSRGSSSTPILD
SLLQFTSEFNIMPRHYEMNGHNKNDRIKKIYDIEPGQDFEPKYVHNMLHVIEVNPAFKLGKQEDAEEFLSILLDGLHEEM
AAAINSKDDSWEQVGPKNKSVVTRRATFSKTPISDIFAGQMRSVVSKTGSKESATLQPYFTLQLDIQGKVFSVRDALEGL
VSKEIVGDFFDKKTNQKIEILRKTTLEELPPVLILHLKCFVYNSEGSQKLLKNIEFDVDLKITKDLVSPTAKIPNSHKSY
KLFAVVYHHGVKSSGGHYTCAVFHPGINGWINIDDRRIETVNVQKVLKYNPPRMPYLLYYRRTDLAYS*           
>Lgig_214699                                                                    
MTKVMKGSPAGGDSPLDTSQPSGQPAGQPAGQPAGQPAGQQPIVPESQVPATAVPVPAATQQQQTTPAVPPDASTAPTTP
PATIKDEAGQGDIAPAVGDDQDADFPLLELSKLDEMINRPRWVVPVLPKGELEVLLEASIKLCKEGLDLRSEACQRFFRE
GLTISFTKILTDDAVSSWKYDIHRCILKNAEKLIELCVVKLNQDWFPLLELLAMVLNPQCKFHSYTNNRPSDTCSGTAPT
DENIYARPSDQRYPRGWLVDLINKFGQLGGFQIMLDRFKSGNLTVPVIAALIKPFGQCAEVLTASTIQKYFMPIVEIVPS
VLDKLTDEELKKESKNEAKNDALSSIIKALKHLVNRLQNQEETVKNLEIFRLKMILRLLQISSFNGKMNALNEVNKVITN
VSFHATRHQQIEEDEWLTADKMAEWIQQNSVLSIVLRDSLHQPQYVEKLEKILRFMIKEKALTIEDLDRLWEAQSGKHDA
IVKNVHDLLAKLAWDFTAEQLDHLFECFQGSWNNASKKNREKLLELIRRLAEDDKEGVMAHKVLTLLWNLAHSDDVPTEI



MDQALTSHIKILDYSCSQDRDNQKMQWINRFVEELKNDKWVLPSLKQIREICQLFPEAPQNFPHTQRAAHMYYRNNVISQ
LQAQHSIVMLVSQNLSAYMNKARQYNKDNPEEDPATINPDGRFNHNVQVQERLRFLRFLLKDGQLWLCEPQARQIWHCLA
ENAIYFSDREACFKWFAKLMGEEPDLDPEITRDFFEKNILQLDPSLLTEHGMNCFERFFKQVNLKENKLIAKRRGGHMMD
DMELIGLDYLWRVVLLSPDDVAEKAILLLKDIFTNLSPRLQQSQVEIHEDFIQSCVDRLKALYDTVSVLEKDKDSMNRVM
QETIRMVRILTVLKEYVGECDEAYNEERMILPLSRACKGKLVTLKIRFPNQGRQVEDLEIFSHTNDTIGSLRRQIHRVKA
NTNNVKVELFLNAEQIDSIDDKKLISHIPLRDKMTLTAKLVQAGSNMPSSPDSSSDSSVGSPHNTYDGPNIEAENYLPGV
LMSQNPKYSQFLFQLSDLGCQLQVPKLRDTARHVLKIMPADQTVIEKFRNICTENNNGDGCIASALESLFFNDSPTQVLY
NIEVLYSLLMPALDPLSDEAFEFQYNFVRSGGVALSMNMITKNNFLPSVELPTRRASYVTVLKICKLMLTTVGHAKVQVV
VDACHSEPGSTPVTPDEHNQAAALQQALIHIPSPDSEFRNVALRLGQHLGQQATGVLPDLSTVKAIQKIAWSSSSCSLHL
VHASNEDIHKAHEKIKEDVQSDNEDMIVAREALEVLTVCLSLCPSALESLNKDKAWQCFIIDLLLICKSSRDVRKCASDQ
FYLMSTKCGTSHRPLVFLITLLFTVLSSTAKEYAKQSHEFFQLLCKLLNYACASTTMLPTAEALLNNEIIWLKWVKTQMQ
SSGELQVEEALLEGHLGITKELLSFQPTEKKHKIGSENGGDNLIKELVEDFIFPASKIMLHCNSETGEFPAEEAIPVCSS
PHTVVAAYDLLVALCTGCLANLKYLSSVIIEMYYTNDAALTEWEYLPPVGPRPPKGFVGLKNAGATCYMNSVLQQIFMIE
PVRIGILAVEGAADDFEDDSNDDKNECETNIDLGEEEKKEEEKGTREEERKDYDMGVLKQIQYIFGHLAASKLQYFVPRG
FWKHFKLWGEPVNLREQHDALEFFNSLVDSLDESLKALNQPTVMSDILGGSFADQKICKDCPHRYQREEAFTTLNVDIRN
HQNLFESLEQYVKGDLLEAGNAYYCEKCNKKVDTVKRLVIRKLPKVLAIQLKRFDYDWERECAIKFNDYFEFPREFDMEP
YTVQGLAKIEGEIIDDECEEKEQNTKYRLIGVVVHSGQASGGHYYSYILHNPNDTSAKWYKFDDGDVTECKMDDDEEMKN
QCFGGEYLGEVYDHMLKRSAFRRQKRWWNAYILFYEGISESSVENKDIIKEIEKMSISNNNPINPVKMPKAIESHVRKQN
ILFMHEKIHFSVEYFQFIKKLTICNHLILAQAYSDKLTPESENIARISVELASKFLFNAGFHTKKTIRGPAGDWYDALHI
HFRCSKVVRNWFANHILFAQPSRFAEYLLECPSSEVRHVFAKIIVILAHLSLQDGPCPPPLVQGQPADPNATLCDHLLLA
VLSLLRKEVSEHGRHLQQYFHLFLMFLNLNLGIQEKQELIKLQVPTFFMAVALDEGPGPPIKYQYAELGKLYSVVSHLVR
CCDISHRCQSSVSGQVPLTNPHGDISGLQLSIPKPVEEMLFSRTSYVKKLIEECNNTEETTKLLKYSCWENPHFSSTVLS
ELLWQSTLLTVNCYHVSPHYLTVNCHHVSPHYLTVNYHHVSVPEDRDGLFDTIQRSKNHYQKRAYQCIKMMVTLFTHCAP
AATMFQTNGDLKRKWTCAVDWLNDELDRRQYPGVAQYTYNNWSPPAQSNETSNGYFLERSPSARMTLAKAFELCPEEVSR
MYLVSIPLKLQVIIEKCL*                                                             
>Lgig_215305                                                                    
MPGAKSRKKDLYLGKSLSDLNKFAEVKELGPNVNVIIKSADKLYKEASKHDDLADEERSYVLFMKYFNVISQAKRKPDYK
KQKEYYDSLIGNRNQLHAIERAEKLSKSLNDRYDLIEAESVAKKLEALDIKSKNKQTDKEKDKKEPVEVEKGESENGSVS
QEKKTEVVNSIKPTGLYNLIKDKTSQILIIDVRTISEYKESHLDNKYCINVPIDIVPPGTTCNRIEKELSEEYKSLWLQR
GNVDHIILLDWNSTLSTTTVGTTLNTLKDALFKYDSKFILKSEPLILEGGYSQWLLYYPMLTTNPHINRPQPTVKEPLAL
FVNQNNLYPSVSSDLKPSGIKNTNIAQSPKSQIPSNSASNSVKTLPSDNLPEETDSKNSQSVKQLEEELKKIENLEKIRK
KQEKDVADLMRMKRNLQEDLKKEKSNQDEMRIKEKEEEELRKKEIERLEQELQDKQEEENLQQEREKQRKLDQIKQQQKE
AEEERRRQEEQRQKEEREQIAQERQRAENERLAQERLRAEKERLSQEKVKAENERLAQEKVKAENERVVYATPGLPVGWE
KRLDRNTNRYYYIDHNKGQTHWEPPNSTPTKAKLKEEPTTPSSSSSGLKRSFSSPDIMKLMAEEQQQKQQPSVNRSVKPS
PRIEPKTYIKAPVKRRDLNPVYGNVGAALTGLRNLGNTCFMNSTIQCLNHTTPLVTYFLNDYYERDINRSSFLGMNGEVV
DEFAVVTKALWSGQYRCITPRDLKSTIGKYNPMFAGYEQQDSQEFLTFLLDGLHEGLNEVKRRPQIPDQNNDNIPDREAA
ELAWANHKKVNSSVIVSLFQGQLKSTVQCRTCGKQSVTFEAFMYLSLPIPDKSRCTLKDCIQTFLRPEMMTGSSRYKCSV
CKVPRDAVKRIELWKLPAILLIGLNRFVSDGMWMQKKTNYVDYAVTDLNLSGYIAGPVSKTYNLYAVSNHYGTMEGGHYT
AYCQNPSSRKWYKFDDHEVYDISSSDVKSSAGYLLFYTSMKLPVPEYKPQF*                            
>Lgig_220780                                                                    
MLCSLFGDDEEGYVTCSESDAFLGKRNGNPLSVSPPRPRLDCNMAGIENQGATCYLNSLLQTLLYTPEFREALFQIPKEE
LGSLEDRDKPGSKVRVIPLQLQRLFTRLLLADKQSVSTRELTDSFGWNGNEQHQQHDVQELSRILFSAISDSLAGTSGQN
LITNLYHGIIDNQITCSECGTCSGREEDFLDLALTISGYDGLESTLSRYYQETESLDGGNQYQCGKCQKLVDAKKGARLK
KLPPILTVSLLRFSYDFYKMERYKEVGEFAFPLELDMAPYMDKVGINRDDEVYELFSVVIHQGSAHGGHYHAYIRDIDNL
GTWCSPEKIHLEPSKENQQAAVQKLDTPFELLEAILLDHENKAISADKLSMAIISQTGKSWKKIFGKYGQLTKFIKKHDD
VFIFNESKSTIQLKKGYSISNKISDRPIETSQPSASKDLPNDSPPTNGLPKPGNCWYDYNDSRVSPITVKSLESQFKGKE
SAYMLFYRRKNLKRPEEGLLMFF*                                                        
>Lgig_226424                                                                    
MQLLNCCILQGSKSSCGKVGLKNLGNTCFMNCVLQCLSNTKLLVEYCTTDSYHLDLNKTNSSMKGALMNAYASLMNSLWK
NSDTFVSPNQFKTQVQKFAPRFMGYSQQDSQEFLRYLLEGLHEDVNRVTKKPKPMILDDVKLETKSDNEKAHEYWTAYLN
IDNSKIVDIFVGQLKSELKFSCGHRSVTFDPFWDLSLPIPKYTTEVSVSDCLKSFMKEEELADEERPTCSKCKERRKCSK
SFSIQKFPKILVLHLKRFSQERYGRKLSTSVDFPVTDLDLSPYAAEPGGNKAKYNLYAVSNHSGGVHSGHYTAICKHPYS
SDWNSFNDTRVSPARSNQAVSSEAYLLFYELANQSAKL*                                         
>Lgig_227857                                                                    
MPTYKVSVKWGKEKFNDVECNTDELPEVFKAQLFALSGVQPDRQKVMMKGAVLKDDSWGNLKLKDGATLLMMGTADALPE
APKEKTVFMEDMSEAQLANALEMPSGLTNLGNTCYMNATVQCLKSIPELNDALKRYSGGLTVGGAIAPADSITAALRDLY
QSLDRSGTAIPPIIFLQILHMAFPRFAEKGEEGGYQQQDANECWTEIVRSLQQKLPAIGPSNSNTVNTASSSQGFIDQFM
GGEFETVMKCNEADDEIETKGSEKFYQLSCFIEKEVKYMHTGLRSRLQETITKLSPTLGRDALYTKSSKINRLPAYLAIQ
FVRFYYKEKESINAKILKDVKFTMSLDVYDLCTPELQAKLVPMRNRFKEQEDKYLEQAQQLKQKGSGEKPVEKKKKAEPY
SFPDDIGSNNSGYYELSAVLTHKGRSSSSGHYVGWVRKKGDEWLMFDDDRVSPVMSDDILKLSGGGDWHCAYVLLYGPRI
LEVDEGSEATPEPMTS*                                                               
>Lgig_229162                                                                    



MRVLEGVIITTYTMGKNKKHRLRKSKENEGGSDTSDEGAAAPVGCTHINKSVNFAAMRKVILKSNFGECVACNKDNKSSN
KESSIGATAVTTETEDIIDHETTIWVCLQCGNQGCDRNSKDKHALKHYETPHSQCHCITVNLTTWACWCYTCDDDVAVEN
SKRIQECVEFLRKQSGLPRSDQTSSARRPLSVLNTSQPKVEPSSESTKEKSRTVIPKASSSVVCLKVKGLCNLGNTCFFN
AVMQNLSQSHSLESLLVEKTDKGKCIRLPGHTIIDVESSGSSEEDEDDITNKELANIDIVPGEAGPLTQSLLSFLQDMNK
TGSKSSSNNIVNPSPLFGQICKKAPRFKGFQQQDSHELLRYLLDVIRTEEIKRCQAGILKKFNVNSKTVDDETKIKVKEY
GRQVKHTFIDSLFGGQLVSTVMCEECKHISQIFEPFLDLSLPVTEEKPSRPNSMIGTKKKSMDEVDDSHTKAVDGFAAKD
KPTKQPSRKEKRMSKKEQRRKEKIARKGNKQEDPIENDIVKDANPEEGKGSDDGPISDGRISESADNIEKEEKEDDHENS
DADIEDNLESDASKLFGGATANVSLLGQDNINPSDNITDPSLGSSNNLIALNKTNPELQNGVTVTESLQFLPIVRTDNNN
DSSIDADSSSVTLVDNESSTLFTSTESSLTPSTTGSSYKTKSTDSSRSSTCDIKDTVDGNCLRRGLSESLNELHLEDSRT
RLGATGNDIVQDLTKKLNYLNLDMCHYPTSTDDIPYIDAEESPEGTKPSSLPIINQEEDTPVSVDCNGLSRRNSTHKKAR
QALRREAEYKSMSTLSARYHSVGKECSISSCLHQFTSAELLTGSNKVTCDNCTRIKMKKLPNKDKKKSDSVCSNANKQYL
IFQPPAVLTLHLKRFEQIGFASRKVNRHVDFPLLLDLAPYCSSLCQGIEPGQKKILYSLYGVVEHSGRLSGGHYTAFVKV
RPNMNSVVSFINPNFTFPKEYIHRYVERSLNGPKSPDIDVSDKFVESLVPPVHTDSYLHALVPIDSYLHSLVPIDSYLHS
LVHIDSYLHSLVHINSYLHSLVPIDSYLHSLVPIDS*                                           
>Lgig_231051                                                                    
MGRGTAARRKHESKKKTSVTAAEITAWYSSITNYTTSSILSRSSLYRRRRFSTKCNSFSWFRQKYIYNKQQQCNGERFTS
NNLLMLKKIYGDLNKKRIHDLMKACRREIELANGLENDSYAEPIQRLSDLEWLTHKHDNESSVDDLFKGQLVEAYHCLQD
NHISVHMQAFNILPVPIVQPRVNSGLVMLDDCFTSLCHVEHLMDQDNLQCSLCTGESINSVKKSPNLTARTRSQQMTSTP
QNILRSRADSAFHSPSSSQMMSPIIGIRDIVNDSGYYDNVFKTSTPILDGGTGNDIKQSKTKQRRCLLRQLPECLTIQLL
RFSYNPRSGRSKKVKAPLCIPVKGLDLSSIIYDMVTDRQDMTASSGSHIYDLYGMCLHLGSESTNNGHYISYCLCDDNTW
YRFDDEDVCPVNINDEVNNREVRENVYILFYKQTDC*                                           
>Lgig_234511                                                                    
MTYIILHKNKNIEIINHEYDDMDSILEGILKSDHPEGAKRTLFKKIVEKGAQPHASNMTLPVLNLTSKWFLDGENDLKIS
AGWEIFVSWAKHNQPCVDSFFSRDYLVSLLTTKYKNEANPPLVIHQCMRIVPNKSRTNSQKIIEASAIKFIQEHIDTVCL
RNFVIFLEEYKDCVPKGKYRLKFCESLIEGLSKGKTPENQNEVMQFVKDVARIVQFIHHLWQSGDASLVLDCLKNVFYIL
CDVTSSEEPSDCLGSLLTCVPNDVCNDVIKQAVKTDMVDNDAMTLALQRMVNWLNWPACINIDQIVIMFLKELATHKKYT
VLISVTESKIESVMEKLQYAPVRDASFKILSHMLLSFQHSAIPFHKIIPQVKGTVAVLRKEKTKESLECLSNLAELLYCL
MSHHTGFPDLYEPLIEMIKMYPEPSEDVIQMKLAESKWGGTSSASLTDVSGLQKSETGKIGLLNLGNSCYMNSIIQTLYM
CDEFRQGVLTHPIRSPGNILSKLQEVFAFLAKSHRPAIAPSSFLDASRPPWFTNGCQQDCSEFLKYLLDQMHEQEKMKSI
TQGSPNKTIIEDTFGGKMSSTVRCLKCKHESTKVEDFIDIPLAFPHNTSSSKQLVGGSSEHSITTVEQEQKMDASADKSG
PLHLNDLVKHYLQTEKLTGDNKYHCDHCKGLQEGESNIKIEQSPQYLVLTLLRFSYDVKLQCRSKIFREVKYPETLVLPI
QTKKSPEQTSKRMKPNNVPSDVYKTLMGDENSVIGTDKEVYGLCSVIVHSGASSECGHYYCYSRHSSPTGNPHISDNVDK
IDFLENKWHLFNDCRVSYTSYDSFSNVTKRFNRDTAYVLVYRKISPSEFEGQQTIVKEPSIISKLRADIDKDNSKYLQEQ
DEANKYNTKTRERSSSTSSYYSRRDGDDEPPPPDCGGSSGLDSLDTVGARFIF*                          
>Lgig_238331                                                                    
MDVIQQNIGKIKCPLGGEKVYKDECAYSFDNPESENGLYICMNTFLGLGKSHVERHWKKTGNQVYLNLKRRRIEIPKDDQ
PPEKKPTKMAIGVEGGFHVDDKSYRFEEETSIVVLPNWTVIPFPNTELPDLVQLSAATILTAEDAWKMEEAAAMACTWEG
EKLRVSKHADNLKQLDNGKKIPPKGWKCERCDLTTNLWLNLTDGSILCGRKFFDGSGGNNHAVEAYEQTRFPLAVKLGTI
TAAGGDVYSYDEDEMVEDPHLAKHLAHFGINIAALKKTDKSMVELEIDLNQKIGEWDVIQESGSKLQPLYGPGFTGMRNL
GNSCYMNSVMQVVFTIPDFQNKYSNKVEEIFNNCNNNPPDNFNVQMAKLGHGLLSGDYSKPPIEQQDSYIQPPTGIRPQM
FKSLIGRGHPEFASKRQQDAQEYFLHLISTIEKSSRGQANPTDCFRFEVEERTECCQSKKVQYKRREDYCLSLPVPLEAV
TNKEEAAAYEEKKKELQASGKTVDPKDIVRRKLSLNACIESFASPGFVEDFYSSAIQAKTTAQLQTRLASFPDYLLVHLQ
KFTVDETWTPLKLDMSVDVPDVIDISHLRGKGLQTGEEELPEVQAAPPQVNIDESVVNQLVEMGFDREGCRKAVYNTQNQ
GVEAAMNWVMEHMGDPDFTVPLQLPGSTSNKTFVPNDEALTMIMAMGFTRDQSIKALKATDNNIERAANWIFSHADELDE
PMETENTDSTSNPQQKKFRDGNGKYQLVAFISHMGTSTSVGHYVCHIYKDGQWAIFNDEKVAKSEKPPRDLAYLYLYKRI
*                                                                               
>Lgig_238923                                                                    
MGANASQLEKEIGSEQFPINEHYFGLVNFGNTCYCNSVLQALYFCRSFREKVLQYKQLQKNQKKETLLTCLADLFFSIAT
QKKKVGTIAPKKFITRLRKENEQFDNFMQQDAHEFLNYLLNTVADLLQADKQGSKPKNSSGDSKGKPDPTWVHDIFQGTL
TNETRCLNCETVSSKDEDFLDLSVDVEQNTSITHCLRGFSNTETLCAEHKYYCEVCCSKQEAQKRMRVKKLPQILALHLK
RFKYMEQLNRYIKVSYRVVFPLELRLFNTSDDACNPERMYDLMAVVVHCGSGPNRGHYISIVKSHGFWLLFDDDIVDKIE
ASQIEEFYGIPSDMQKNSESGYILFYQSRE*                                                 
>Lgig_239428                                                                    
MKKVICERFRGEVKYTGLLSGSINWKIGSMELSNRSGSWKCYLYSDVQDNPLKVCDVSAKKIHQIIFKNRLLIQLINDVH
IHFKPKHDKAMVKIKEIFDQIKGYSLDENSLLETPEKKKKRQEITPTKSVPLLFNGYSGFDDENIENMGSLFSNVHGQPS
TPKVVNQTTSQRQTSTPKLITRGFGHLLKEKSQRKEKTEKSVIIKDDSDDDDFQLNIFDDSKENKHKGPTGAVTPDQFLK
RGNDKSREKLKSLSTGGFYSGSSDTTGSRLFTPSSKRSLGFMSDPRPNKRLRLSNCTYSWSKNKTTPKVETQKTNSLQGF
SNLGNTCYMNATLQSLFGMDTFSTDLLFTNQHLIKSLPSDSLYYHLARLLKARKNTALPDSMKRELLRNVKRAISTSAKR
FSGYQQHDAHEFLGQVLDQLKEEVNRLSKSKRISPVKELNNNTSFSNTEFVNPTSQNFEFEVLHTIRCIRCDEDVEKLEN
FNDLSLDMPKRFNNVKEMSLQDALNISLDNEEIQYTCSKCQYDRSLVSHRFTSLPRILVLHLKRNRYDSLAGKNGKVIRS
IQIPTKLNLSYFCTEDTVPCNTAPDFIPNYRFKKRNTSSESLSEKLDEDISPLPDDWDEVLKDSKEGDDIAKAIELSLQQ
QKHSKKEEEDELEKVLEMSLQDERQKHNSIDLEEGDKELAKLTEDERIDLAIQQSLLQAERDLMYQDESFQSNSSQDVDL



RCQEDKENLFGEKDNFLLSAENGAHQPSDYCSEKFYTENNWSCSNFRLVSIVNHIGSSSETGHYISDVFDIKKKSWMSFD
DSRVTTLTESEVCEKREKTGYIFFYMNMNVFDEMQSMYAVASYADTS*                                
>Nvec_XP_001641941                                                              
LSKVSMEQLASANIRVPGGGDKVYKDECVYCFDSPESESGLYVCLSTFLGCCLRHVTLHISKTNKNVFMHLKKIRKESTQ
EESKDAPPKKKPTRLGIGVEGGFDGERQYFAIYFDFLSLQVQLSLAGVLAADTSAYKEQVASWDGEKRVVSKHAESLLQL
DNGVRIPPSGWKCALCDKTDNLWLNLTDGSILCGRKYFDGSGGNNHALESYKNTKYPLAVKLGTITPDGGDVFSYDEDDM
VEDPHLAKHLSHFGINITQMEKTDKTMAELEIDINMRVREWDVIQEAGKKLTPMYGPGFTGLRNLGNTCYMNSVLQVLMT
LPEFKQRYADLRDTILSNSPSDPTQDFDTQMAKIADGLLSGRYSQAPTQEEKPADDSYDKSEQDGISPHMFKSLIGRGHP
EFSTNRQQDAQEFFAHLLETIDRAEGPLNPVDSFRYKVEERIECMRSHKVRYTNRDDNLLSLTIPMDAVLNKEEFAEYEA
KQKQAEETKERDPSAVVRPRISMSACIEAFASPEIVQDFYSSAVQGKTTAKKTTRFVTFPDYLMVQMKKFTIGEDWVPKK
LDVALEILEELDLTALRGTGLQPGEEQLPEEQAQEPEINESLVQQLADMGFDLQGCRKAVYHTRGVGTTEAAMNWVLEHM
ADPDFTAPLRLAGASKGAQAAAVNEEAVSMIISMGFTRDQAIKALKATDNNLERAADWIFSHAHELDAMDVDMNEETGPQ
YKDGSGRYRLVAFVSHMGTSTMCGHYVCHILKDGRWVIFNDRKVALSECPPRELGYLYLYQRI                 
>Nvec_XP_001641569                                                              
MAGGLTQVTLEVQGKVKWTDPGRACIPLKHGSLHLLRQGLSDTFFVQIKQTKPTKCSSKIKLIKHGFRFPNRNQRLALTF
SNSANTLVLEEADELQLQKLITALGDIFEGSIPKDLSTTRHLAESSETRTSTKRKYEDIENQPLNSARKSSTGHHSEANQ
HLVDSSPRHAQRLSSMLKTPRLKRPVADISPESYRKSLSAKTPLSERRPSPDNLPVSSSQSPSLFSFYGSNNSSAVSGSK
IRSHTKVTPKGRLRYGLSRDFSFHKRAQVTIQDKTQLTGFSNLGNTCYMNAILQSLLGIEPFAQDLANKELHNLVSNSQC
LLKSAYGLLCCKRNKCELDVQRMHLRKFKRQISEAATRFSGNLQHDAHEFLCQVLDQLKDDVLKPLTESPSDGKVYKDVP
AEDQPSPVQVNVLCPVTRNFECCVLHTITCKRLDDGYEVSPNMSGLPVDRLIKSYFRTENVEYTCEECKHKQATISHKFS
RLPRVLILHLKRYNFDKVTDQQEKKQNNINLQKFIDVGNLCSSKTSPPLQFTDKSVILSPPKAKFKAFKHPLDDDSFDVS
NPSPSARRKLHIEFNTPKKSHGSASKPNSNKQKLDRLTPLSIASDKGDYNSSMNLLEMCEEDQMQWAMNESRNQSTEIVP
KDFGDEMDCTDEELLSGLEEIEKDINLKPADKNGCDESRDKEYGLLGGAPTRSVTISDSGDESGLESAVRTSKFSYDCSS
DLALGSDNGGSPRSSLRNDDISPCSIMDHTPTLKKFTGDLIIGVNDCHGNKRTHPNSVGLDTSCTFNTKYRPNHCSEKNP
GRSVSPRRCSDKADSSIQGRNNFSDDKPGRRPVLKPCHIRTPDPVEEAERSDTECFEENLAKAISKSLQDQKMSKTEEEQ
LQQVLELSLQVILILINFGSIEAKRQKRDDLQSPDVPEPENEPLHNSTDSGLQVCMTSYGAKQFTDSEFQDNPEDNGEVL
THSYRLVSVVSHLGNMSSVGHYISDVYDCKCDEWTSYDDCTASKVDEHKVRYGRSKVAYVLFYLYKQCVDQVKR      
>Nvec_XP_001637078                                                              
MSFLEKSAYQSRHCPYITLFPFPRHVLDFDFEKLCSISLSHINVYACLICGKYFQGRGRHSYAYTHSVQFGHHVYLNLHT
LKFYCLPDNYEVIDSSLDDIKYVLNPTFTKKYIKEMDESARLSRAFDGATYLPGIVGLNNIKANDYLNVVLQAFAFITPI
RNYFLREENYNVIKRPPGDIMFQLVQRYGELLRKLWNPRNFKAHVSPHEMLQAVVLCSKKRFQFTKQGDPIEFLPWFLNA
LHTALNGTKKMSSSIIFKSFQGKMRIYSRKVPQTEVQCNEEKAEQMKLEEYQETVSESPFLVLALDIPASPLFKDEFQQN
IIPQVPLSSLLSKFDGTTEKEYKTYKESFIKRYELLRLPQYLILCIKRFTKNTFFVEKNATVVNFPVKSVDLAEYLSSDP
AVQDAHPHTTYDLVANICHDGEPESGTYRLHVLHRGANKWYELQDLHVKDILPQVITLSNSYIQVSDNAY          
>Nvec_XP_001636649                                                              
MPQHIGGLCAGLYNLGNTCFMNSVLQGLASIASFVSWTDEFTWRKEQLNQDGNLLGEAIVELMKELNIEWNEDDAVLSAG
PIIQALQHHGWVIPSNQQDAFEFFQVLSSTLEEELGELSAILDFSSITSVEKSKGGLDGSVRHRISRVSYGRRCVKKHVP
FRGLLASQLVCKECRFKCPVKFDGFDSISLSLPMTLQVGLSLEDLLQKFVCSESVDSVECKGCGNLGSENTNKSSFIKRL
TVGKLPQCLCIHVKRTYWHNNGMPYKINTFVRFGEYLNLGPYMYDPVSRSPKRSRSDLNLPMTIKLLAEGGEGRRSPTKR
VRTSSVNMQMLSELGSAFPSGLLSPISFSRQNSESRSRTVYQLTAVTSHMGDVDDGHYVTYRRFVPSHPDERGSLWLYTS
DELVEVATHDQVFSSSAYMLYYERCPAGFEELAKCFESVMECDD                                    
>Nvec_XP_001636565                                                              
MAIKCLHSQHKDNETQAKTSKMDPEQEQESEQKNGVEEQLVQLQFIKHDWFEQAKDLLTIHIYVRQLNKEVLDVGLFENE
LQLKFATRVPQAAPRVNFQHNILLEHQTETIIGEKICQFRGFMQQDAQEFMAFLLDGLHEDLNRVLKKPYTEEVEGAGKP
DHEVANEAWRRHRSRNDSIIVDMFQGQLKSKLTCPVCKTISIKYDPFMNLSVPLPKENKLLKVVVFFKDTSRMPLKMTVK
VSQDGSVEQLMAAVERKTGIRVQNMRVVEEFQGKFHKVFQRNSSLSSVTATDNIFVFQVLGVEEAEEEVYEVSIMQRVHY
PAKIPLHCADCFTNQNPADPLKRCMRCYAIGYCNKKCQEKHWPTHRKVCKVKSGRHMIGLPFIVSMPASQATYTRLKDLA
EEYARHSVDVRDGEDNTTKTSDPSSACETDNSSSDLMTETHPRFFIKPVNGQGEGLTGPEGTRITDQDYPIVSGKPLECE
ELPCESEELSSSYSCTLRECFELFTEPETLGEDDAWHCPKCKKHREATKQMSLWRLPDTLIIHLKRFSFKNILFRDKITK
LVEFPVRGLDMTPFCLDKGRLGGDVYDLYAVANHVGNVNFGHYTAYGRLPPAAGHSDEIGWRYFDDRNVTVTAEERVVSK
YAYVLFYQRRPTGPQTTGIPPPGISLPKTASGQTSKEHAQTAATSETHEGTPTTHSSAPPVSNGISGQASSEHAQRKDDS
SNSSDDELESCRSKSADVPMSNVTLSSVDSLHDSLRDSTAGLSRSLVDVDECELD                         
>Nvec_XP_001636540                                                              
MGANTSQLEKEIGHEFPPNEHFFGLVNFGNTCYCNSVLQALFFCRPFRDKVLSYKPPSKRKETLLTCLADLFNNIASQKK
KVGVIAPKKFVARLRKENELFDNYMQQDAHEFLNYLLNTIADLLQGEKVKEKEKEKHSSSGSISSKGSLSSASTIGSITP
AIPNGTANCIINNPTTTNSNMRTETTWVHEMFEGTLTNETRCLCCESVSSKDESFLDLSVDVEQNTSITHCLRGFSSTET
LCSEYKYFCETCCTKQEAQKRMRVKKLPKLLALHLKRFKYMEQLQRYTKLSYRVVFPFELRLFNTSDDAVNNDQLYDLVS
VVIHCGSGPNRGHYITIVKSHGFWLLFDDDIVEKIEPHTIEDFYGLTSDIHKSSESGYILFYEARV              
>Nvec_XP_001636517                                                              
MAGAVSQENGGENETASDSLPDLETQKNDIKELINTTLQKGDTWYLIDCRWFKQWKKFVGFDSWDVYGAGEAVNNPGPLD
NSNLFTDDRVTLKDHLIDELDYNLVPEAAWHKLVSWYGLVNDQQPISRQVVEHGMYVRHCKVEVYLMEFKLCENSDMDTV
VTQQFSKGDTIGHIVSTMKNLFSIPEESETRLWNKYMSNTFELLSNMEQSVQDAGLYQGQTLVIEQQNEDGSWQRQNTRS



SYSSSTITSSSADNGYSSSNNSSSYSGYGSGRYWSNLYDNKKSYRGTPGLTGLANLGNTCFMNSGLQCLSNTMTLTKYFL
SKEYVDELNTDNPLGMKGEIAKAYADLLNQIWSGQSSSIAPRQFKMQVGRFAPQFSGYQQQDSHELLAFLLDGLHEDLNR
IKMKPYIELRDADGRPDQVVASEAWHNHRQRNDSIIVDIFHGLFKSTLVCPECNKISVTFDPLCYLSLPLPVKKERNIEC
FLIKNEPMEKPVQFKLTVPKMGSVADMCAILGKQAGVPKDKLVVTDVYNNRFHKIFKNTESLTTIMDRDDIFIYEVSERV
DNPEYLVLPVYQRKKGARLASYTYGSSSKVLFGIPLLISVPKKGLVYSELYKMCLNKMRRYVTAPEEKDDDVENGDDKTD
KTVCNGPDVEMNEAESGDSDAESDEELEKAYKNVSVNGDEEEDKADTDEETPTVTNPKTEVTEKPTKKTRLFSLTLVNMY
GSTDMHALADDGKPLKLSHQSYLSLDWTTEKKEKYYNTNLSEETEEDESVARKPTQRKSVVQLNDCIQLFLTREKLGAND
PWYCPQCKKHQQASKKFDLWCLPEVLVIHLKRFSYTSLWRDKIDTLVNFPLCGLDMSDYVIGKDGPPPLYDLIGVSNHYG
GMGGGHYTAYCRNHEDDHWYSYDDSSVSQINEEQIVSKAAYVLFYKRRCPHGNGLKESEKGVDSGTDERMSETGEESASE
QRVPADEEMDTKMTPNHEFFNGYFVGGCQWLHVNHGGFAGQILLIAGCASPLHNILKL                      
>Nvec_XP_001636382                                                              
MVEPDENYVKSMLNMGFADAGLIRRALVVAKNDLNVAVGLLTDETASFELEDDEGASGEPPPPYDEVVSGSDPAKGEGPL
EFPTTNLYELEDRVFVESWSIPYKREESLGKCLISAERFAAEGLLEADENCRRFVERALPECFKKLLTSEAVMRWNPEIH
DGIYDMVCLLIDLVATRLKYEPVPYGLLQVLTQAFDPETKFQTKNKTKGWDKAYYEGVFGDDQCYAQPPQNANYYSTEKG
PCGWLVNIINQFAEKGGFEEIRKLIENTEKVTAPVTALLKPIGVCAGYLNAQVISEVFSQVLEKTLAYIQELADDDMKQK
EVGKVFDLLTTLKLLCLTLWQEVTGVDDLRLEVALKMLKAPHFNAKMNSLKEVCKLIDDSEKCKNVKISISQEAIAKWLV
DNRVLSVAFESNLHQTQYCDRLKVVVEFLGNRLTLDELTTIWKMQLGKHPIEVDNIHNILATAAVRFNTNQLDHLFTLIQ
QSWGTENDRMKDKLLVLIGRIGKEARVAKITTKVLDLLWSLAHLPSLTTDMVDQALKSHIDILSDSFTVKDQIKKSYAVK
CIEDIKKGGVLPELNKTYDIIKLTTSSIVNCHQQAIAAVGLPGLGEDTLLDGRYTLKDCIHIHLKFLAFVLQEAVIYLPW
HRARDIWDALVSSPDACEFDRETCFEWFTKQLCDMEAETQSQILTTKILKMDPSKLSMKGFQCFRAFFESVNHNEHKHKK
TANTYTVEKMDLIGLDYLWRIALEVPSEEIAAPAVKLLIQLSYTWLSPKLKKDPVTIHKKFIMECYKRLEVLMSVLCASP
MSQVASSVTTTATAPISPVTIAPTPLRANHLLNIERLLMIVEHYIITVEDLVAGPRTLLPHAASFHGYPINVNVNCDVTK
QNLSLQCHSNENLRSVRHRIAAKLNVSAEQIQIFNNEKLLMSSKDQKLLYQLDFQEDQQVFVKTSNTSVTMVPTREEASA
SGCNRQSIALEQERMIPGVLMATECKAFDKLYQLAELEEPSITAHVQKLVMLLPTDPQVQEALDCIGQQFTLSCSPGGSS
LDESSSLSPIDINLKSMFRCTSVGMSPFRVLYNLEVLSSKLMPTAHRDGGAAARAFKESFLAAGGLNIVVNILQKDMFPS
DVDTEIRRGCYGICLQLARFLLCGQTSENSFTIPPTRESVTMAASPVSMATMDLDSSDCGNSSGVEAKRPRSSSMIDDVH
PTVRVAIETMNRDDFAETIACLMRVAWAAAGGKLHLAGGRQHLSSQSSDDDGGSDSDSLKSFRSSIASNNNLEVSNKDVV
IVAEALQLLVLCLQLRTQLIGVFYYLPNVNEFIVEILIGSPHPQVRLNGVEQFLILSQTPVSDTKVQTPNHFLLTVLLNA
PLPLWTPNRFVRGKNHRLQKNCTQFFDLLCRLMDYLTVTEQRLMKVNPTKMLENEIQWLLNFESSSNLDNGPPLLAGHLR
FLRTLLTCEGVDKRKWGQAIIRDLLGDFLFPASKLIFETRGTPNKSAIVDVYPKCVGPDCQVAAYDVLVELAEGCCGNLF
DVVSELISMHHTGEPANFKEWEFQPPVAPRAMCKFVGLKNAGATCYMNSVLQQLYMQPGIREVRKPHPCVFYQIQSLFGC
LMDSKLQYFAPEQFWKCFKLWGQPVNVREQQDAFEFFCNLTDQLDEHLKSKKQDQLFKKTFCGMFADQKICKECNHRYER
EEAFYSLPVTVKNHNLQDSLEQFVNGEILEGDNAYFCEKCNKRRTTVKRMCIKTLPPVLVIQLKRFGYDWEAGRALKFDD
YFEFPWTLDMEPYTSDGVARREQANASPDTDSDNGSVTSSSQSLNSIHSNSSVTVTPSEITYDLVGAIVHSGQANAGHYY
SYIKDRRSGAEGAETYGKWFKFNDTIVEEFEMTEESVEAECFGGTYKATVYDTVNSYPETRHRYWSAYMLFYEASDANKM
LSVHPSRGPLVRQEAVIEGRSNPPSPSSSSVSSSSGPPSPTRTDGLSQLTALVQKGERKGIFRDKMPASIQRMVHAENLQ
FMQNRDVYNTDYFKFILNLATCNRSFVSNKQVLFAVCSLQLSIQFLFNTYFRTTKKLRMQTQEWCEAVEFLLRGNSEACT
WFVQFLSGERGKGYIRPFLLEAPSAEVRKTFSRILVFTFESYIHHGGSIESGPFYSLIDSLLAMCNRDVIDHHKTCAEYF
WALNRYANIRRKTCEHLIARETFQLFLSFLVGPSTEYGSNRRWSSLQSQEFTALYTAIATLVCCSDVSSQMTVEPTRPRP
LFLDIMRNLPLIPMPLEMDYAIFGANADRYIKEATLAVCEVADTSEQISNMFIHCSWCNENFSTKVLQHLKIQLAAVAAN
DMKNVFSTLLSLLLLEDPLQLQRIKSAVDDGDGILALVKSNNASDSRRAYQCIKFLVQLAHRCPTAKDYLLQNSTRWQWA
VQWLKKKMSEHYWPPQSYSSNEHSTSRTFQRTSSAADTLAEATALLTELD                              
>Nvec_XP_001635916                                                              
FLMFGDLFLDEKPNASCEEKPPISKTSDSTSNSPARERGSTGFCGLQNQGGTCYLNSLIQTLFLTPEFTENILKLEKDEL
LANDQSKLGVKTRVIPLQLQKVFAKLLLLEQESTSTQDLTESFGWSTAQSGQQHDVQELNRILFSAIESSLIGTSGEHLI
RSLYHGTCVTQVVCQECQTISEREEDFLDLQMVVSGSGSLEQSLKFSYLDAEILSGSNQYRCGHCDKLFSRLRALPPVLT
FSLLRFTYDIKTFDRIKDTRKFTFPMLLDMSPF                                               
>Nvec_XP_001634714                                                              
MVSCIHLNRFKKANGLKTYRKIHTHFISCSSREALKRKASSCFCHGCGTYSCRLHSCLSCVYFGCYTGSRHIQQHARTTG
HSLAIDLNHGTVYCFICGDYKYDKDFDNINRDQYRRAWRKLGNGCAKFLPWEPTKSEVKLFLENPKKVKITKNSTIGLRG
LINLGNTCFMNCIVQALTHTPLLRDYFLSDQHNCKGDAGTCLVCEMGLLFQEFYSGQKVPHSPFKLLHLVWTHARHLAGY
EQQDAHEFFIAALDVLHNYCKEDAPDKLAVKPNNHNQCNCIIDRIFTGGLQSDVICQTCNCVSTTVDPFWDISLDLGHGD
HKLVIFCRFTRPESLGSESKIKCNKCQSYQESTKQLSMRKLPIVVCFHLKRFEHSKKSKKISTYIPFPQELDMAPFLSSK
YSLFAVVNHSGTLEVGHYTAFIRQQNNWFKCDDAWITKATIDDVLQSEGYLLFYHRVVLDYD                  
>Nvec_XP_001632828                                                              
MDQILRGIVASDHPENVKKSLIQQLVSKAASDIPEEQCNALYEMSCQWMAEGNAGFLGEMGKLLLLSWGKHHKEIFQRFF
TETHLINLLESSEKLSPGHINFVRVSFDLLQHTPQIFSLYTLVRHRVHTVLTQNLSIELGAAVCRLLIEYPHCWPVGERL
LQVNVALICALSKTQLPKSSKSELKSCIQSGGLIGALLNQIWTKNQNLLFPVLTEIFNVISMPGTNPSVALASVVGFFSP
EVITTATRLAASNPAVTDERMALALGRMISWLSWPGGKRVDQWIVSFLRALAMSGKHGVLINVTLEKLPQVFSRLLFPVV
RESTMVVLSHMLLSFQHSPQAFHLIVEHVPDLVKSLRKEDSVSSKACLQTLAELMHCLMYQHSGFPELYSPVLDCLQDMT
KPSDAMIRKWLAQSAWSAQAVQLASPRITSKSETGRTGLVNLGNTCYINSVLQSLYMLEEFRSLVMMKKTVPQCHKVLSQ
LQEVFAFLSLSQRAAFAPSKFLHAARPPWFAPGTQQDCSEFLKYMLDRLEEEDKIQAGVNRSMSGAGLGQDMISNIIEDT



FSGRLIVCHSCRRCRHVSCREEAFTDLPLAFPHQRDAASITSSPKPDNPEEAPATDRSLKGGDIGQRPPAASITAPDEEA
VASDESSCGATAAYSYPSQVKSSATGIGASDPSISLEEMLGYFFEPEMLEGSNQYHCERCQGLQDAERSVVIANAPMFLV
LTLKRFSYNVRTHERSKILQSVSYPARLQLSNVCVPPSRRNSDFDSDYGSAGTDDPFQELRATIAVENFPSETMYALTSV
IVHSGTSSESGHYYCYAIPSGRVSLTKNAPKSVQTTSKRPQDNLKNFPSPRKTPPGKDSSASANSWYLLNDSRVSYASFE
SFSDITKRFPKDTPYVLIYKNISRAPVARVGEQLDGEIRQDLVDAVTRDNLQYLQESERSSSHASRGVSHPPRSDDDGDN
GPSGSCGPGSGFNAPFNRFVF                                                           
>Nvec_XP_001632582                                                              
MLNKASLDNESKPLLLRGLVNKANWCYINATLQALLVCPPFFNLMRQVELIPEREASTSTPILDSIPLVTTNINPCMVVI
FGNLYCPALLFSANTGKTPKSDFRTGPNLEPSYIGKMLATIESTLSAKGHQEDAEEFLSCLLNGIHEEMIVLSKLDPPLP
KPESHESSEGVQDDLNIVAVEGQTMDKEEEDAGDWEQVGPRNKSSITRVASFPSSLISDIFGGCLRSSVHQTGAKESANV
EPFFCLQLDIQNVSCIEDALNHLTVKEELQGFTCSKTNAQIDVSRRVSFEVLPKVLILHLKRFIYSKNGSQKLQKHVDYP
LELVIGRELLSPNVKGKYTLPKKTYKLCAVVYHHGKISSGGHYTADILHPTHGWVHTDDTKLKLVSSSFVLKPSPSKNPY
LLYYRRADQIMK                                                                    
>Nvec_XP_001631968                                                              
MGLRESKLCFLPYEEAVKRVTEEEMQRLRLAFKRSSGVSGLMPQNMFSREVLGDGVPSKVCEQIYGAIGGTGKGVTFRDL
LCGLVLLTRGTREEKIKFIFNVYSSDGTYVTKDCIESLILACDGGNIPQVVSDVFSEVDRLTFDEFSHWLLKHPDVTTLT
RWLLIVSSGCSLQLTDNSETPTFYQTLATVTHLQELDIIELEKKYWFLKSASKSGKFDLETFTMLASPPIPSSACKGLFQ
AFDENNDGHIDFREMACGISACCRGSSSERQQFCFRVFDCDQDGFLSRDELELMSKILLQIRKENSPEKDGKVNLEEFQV
WSNLHRFSLLFPKLLVQVCHIVLGLRPLTREVELQGLAQVKTNMVCKPVAFGTWYLCHGGQPTRRSSTGSMKKNGTIPSK
PNQTANNTPTWSSESLRTRTILRRESHPSYPNTAVTKNESMNGHCTPEVEPGPGQIDNTSLIEPETRKVMILTGEGGRLK
RSVPLGRVRDFEILPEPVWRALLTWYGGGPALPRTVVVPLNGDCTPELELFPLNLKIYRHSPPPTRGGITTWTGVGFGLS
SFGFNTNSMTASHAPPKKYLAYLAAFSYINTLQQNTLHLLEEENSSLRDLNLTDNMNLLLEVRNRDMSWPEEMSSLASSK
SLREKLNLEPTEKGATGLSNLGNTCFMNSALQCLSNTQPLTQFFTAKCHYYELNRTNPLGMKGHIARRYGDLVEDLWSGS
SRSLAPLKLRWTIGRYAPRFNGFQQHDAQEFLSFLLDGLHEDLNRVHDKPYVELKDSDGRLDEIVAQEAWDNHIKRNQSI
IVDLFQGQLKSQVRCVECGYVSARFDPFTFLSLPLPMDNSIFIEIVVVPLSGATPVKYGLLLNNDDKYKAVRKELAKLCV
INVAQLLLVEVYGATVKSLPTDSQKIRSALGGILYAYEVPENAYDTPTSSPSVASRQQIVTSFKKTPTIVPESEEDANKC
ESNAPPRLDNKPKLSSQGCSASDSGISMNNDQSPTIHNRRVGTGGDGVETPSSGPSPYLGYCFKGFVVAIHRKMNRSDAY
FLSPQKNRPSLFGVPVVVPCTSRTKHCELYQTVWKQVSRLLSAPAPGDKNAKDGNTGDYPFELRVVQKDGVTCAWCSWFR
FCRGCLIKCSDQEFGNSSSYIAIEWDPTTLHLRYQSSLEKNCEEHESVERSRRLQTEPIDLYECLRAFTNEEELGDEELW
YCNKCKKHRLAVKKLEIWSLPPILVIHLKRFQYVNGHWVKSNKIVNYPMAGFDPSAFLVPRPPGSHLTVRSENTTVTTVT
VRSSVKEEKEEDNTNGCASCSSRDMDCSGATTSQVELNTKNNSRNSSISSLNSAKVHPEVSGSKVARDHSTPSPCRDGSC
RDAPFRDGASHDVACRDGSCRDVPFRDGASPDSACPGIDCRDGPCHANGCCDDPSQENIRYRASSMSFKTPVYRLYAMSC
HSGVLGGGHYISYSHNPNGKWYCYNDSSCKECDVNKMHVDSPYLLFYQQDDLNEKAFLPSVRDRTPDNVSDDEDFENDVK
RMCSVQ                                                                          
>Nvec_XP_001629529                                                              
VCRSFKSPWICLRCGIVHCGRYVNAHAKSHCEKYPQHSVCLDQSLAAFCYSCDEFIINDTKGGDVQRVREIILERQNREA
ENAKKKRLISRTRFLRNQQNIGRIKQLPGLRNLGNTCFMNAVLQSLSNIQTFSCYFKDLPAFELRTDTSCEKNPYFTRSR
KSDDGCLVEELRKVLCALWQGNCVSHSPEALFSTVWKVVPRFRGYQQQDAHEFMHYLMDRLHTELLLSQKACFGQDTIVT
GIFGGILQSEVTCLTCMTESRKLDPFLDLSLEIPPEFQTRKAKSRENPFCQLEDCMKHFVALEKLAESELYMCLKCKKKE
QSTKKFWIQRLPNVLCLHLKRFRFQAFLRSKIDTYVQFPIRGLDMSPYTLKGQEKGETKPVLYDLAAVVVHHGSGVSAGH
YTTFAFHDGAWYNFNDSSVSRIDEEMVAKCKGYIFFYTRRHPDLSIIEKLRT                            
>Nvec_XP_001629434                                                              
MPIFNVNVKWGKEKFGGVELNTDEPPQVFKAQLFALSSVPPERQKVMLKGAVLQDDEWGNFKLKDGVTLMMMGSVGDIPT
APVRKTVFMEDMSEAQLASAFKLPAGLNNLGNTCYMNATVQCLRNVPELHDSLTNYSGNLGFGSDIGSPESVTVALRDLF
KTMDKTSEAVPPIIFLQVLHKAFPQFSEKTEQGIFAQQDANECWTQMVRVLQQKLPGQPQACDGEEKMATPPRGFMDQYF
GIESESTMKCVEAPDEPETKSKETLFQLSCFISQEVKYIHTGLQSRLTENITKKSPSLGRDAQYVKKSMLSRLPAYLTVQ
LVRFYFKEKEAVNAKILKLQKFKELYPIYQGFHQGCWDISLRADLKAKAKGPKSEEKLEPMEVDDKKKESKLEPYWFPDD
VGSNNSGYYELTAVLTHQGRSSSSGHYLAWIKKKDDEWYKCDDDKITMVGDWHCAYVLLYAPRRLETVVETPAV      
>Nvec_XP_001628819                                                              
EEEGLSGMLKLCTAVMRHNPPFKFSQEGMIFIGEVFSACLFDLPTDCYDKRVLPLCKLKSARSAAYDLLLEMAKDCNENF
CELQKLLMTHHRPASKKHSYGWHYWPNDNERAPCGLVGIINLGATCYMASCIQQLFLMPQARCSILNAKMSERKAYNPRS
FCRTYTMDKQLINTGEQKDMTEFFTDLISKLEEMSPSLRDLVRELFCGVITNNVVSLDCSHVSKTKEEFYSVRCTVADMK
NLYESLDEVTVKDTLDGDNMYTCSQCGKKVRAEKRACFTVLPRILCFNTMRYTFNMVTMMKEKVNTHFSFPLQLNMAPYS
EEYLMGDKVDEVPNYSYSVVADAEKDPNYWYNLIGVVVHTGTAEGGHYYSFIRNRSYPQQDKWFLFNDAEVKPFDPSQIA
GECFGGEMTTKTYDVVSEKFMDLSFEKTHSAYMLFYERCDSSQPAESQEPDVSLSPDLADWIWRDNIQFLHDKHIFDTTY
FNFMWFLCSSIPPTLESTQEVFLSNMQLGTSFLLETLVHSKEKLLLKNWSDLLIHHLEQTSDTSQWFLETLSSDDWWLQK
LLVKCPVQNIRQMFARLCAHALQALRMFNVKDAEEELTADEDERSLFPFATRFIKAILKLLEYNVTRLHIKNLSEYFWLI
HQFALAGEEEREFLLSIDAISFMISFYLGSKAPETAHESAAGDDDDADDDDDEVVPILPEDKYRSSSLEKMISVIALLVE
ESWDERHLNLSENDMEAVIGADGFPFLFQAIKDAINLRHTTNLVFSLSRYNAKLAESIVSMLITAVQKLPPEQSQSFFKL
LSMLTELQGVSPAGMPSFTNLTLSKIWEAAEYNAILCIEWLTCIVPKNSMAHQWVLDNMEQWVEKYLIADNSPRIRNASA
YLLVALVPSNHFRQGFRSVHTRFSISPQKIALIRHTREILHTIYNMLLGLLAKVRPYCDRTIQGTTKLVSFFVVMNYCLV
SKTEKEMFTPFCVDLWRLFHPLMSEPNIAVHHNKQALLIFWYHVCMDCEVNVAFITDTTQVANNIALNYILSSDEPEVIT



FNRNVLPAYYGLLRLCCEHSRAFTRQLAAHSNMKWAFENLTTRVKHYPQAIDELFALMRLFSGYGCTDLSSEERIAAANF
RKCTILLYLNCLDGVANWTTLITAFKILLQTEQDRLIVLVSQGLLILSDAFSNLHMMYHEATACHVTGDLAEVLQILHDI
LVCSHTHMENPEVRSSVLGWSEKMDVAQKLLSLLNSYTPKDVRTICLEVLNAMLVQYPNEFVEVLIPMIHLCHRNWHHGS
QQGCLLAIEGVPLHFTFFSKLWMEVYNSSTEHSKCKECLQQLCQRQEFTEYIELILLDERVCLHIPEIYSFLCCFFPKVY
KRVLQNQWKSLLHQLVTTVIADRSLVKNVNEAELSQIAKRMTADLRALALMFSVEPPQKSDVSNMFQPSLDDILAVCRKY
QNRKQERLKARQEKKTDDPPEEKQAEDEEPQIKRRRTLDSEE                                      
>Nvec_XP_001628746                                                              
MASAKELLKPSSLGAFKELVETIEQSKQQRLAQEFRSEEELNNLKQTSSLVAKFQEEAVSEKQNRLSAELQAQEKDRLAS
DAWKIISALKKDKYSLELQIEKLKSEKEKSAQLVNGIESSSKTPAAITESKSSIDKNKQQRKNQAVATGYGKKRKEKDGN
ALGKKENERNQNQMDMGDSNIHNKIVEKNRYNFEKKSVTTGNKVESSLLRVGNNSQKQRHQTVSSDDTPGDLISIWSARP
HQKTSVDGTDDNEEKISGTRRTKLETDSQCRGEKKVTEPRGILDEGLSSHFVTDRKCKPDERRRVRENLAANGDFDKHDD
GRTAIGRFQAPTYDSRPSEKMSYTFGTAEPLRKSSLHRGKPVEKTRAKERYLEGVADDLNDSTKDLRDPQPGLCGLENLG
NTCFMNAGLQCLFVIKPFQRFFLISMTYEKRYLLMFTGGGHKNQNATKHHDKSRFSECLGRLIDKVWSGCYLICEPSALY
SLAQKYIPQLSGYSQHDCQEFLALFLEVLHQELNTAKPRMRRSLTNELCTKDAESWWSLYTDKNESIIVDTFQGQFRNKI
TCTACSHVSVTYQAFSFLSLPLASQKLQTFIVTFVGHAKMNSDKPRALRLRIYVRKPSTAMQVKRALVGLLPPDERPDLD
TLILGVVSDGALLAILSDNETISPSKDKQNKYYAFEPVPPPLSLVSNCINTKDSDQTTKLRPNKDVIMDEPHRDPKQLGS
RKHRDPDHLGSRKHKYDDYGAVGCAEGDVVDPSGRGRRREGRASFPEGLRCFDQFNLLRFHNIPVLFRHRTEDEDVGCLF
SHPVVVTLPQRVTGHDLYGHLSRLLPGNNNKRHEITALPFTLHLVNYEGKNCSRCPPAKYCTGCCIVGNDVIDLRWNDHI
AIQLTNLTRLEMDKMSRFSDHDSIRAKTSSSCKLQLQDCLRTFVDRYRHSNQKIMAPVDYPLEELDMREFMQSANSPRDS
SLTNGEYVYDLIGCICHEGDHDSGHYKAYTRHGRNADWYLFDDHLVSKEFPGSSTNKTVYLLFYNKRSGSSLNASAIDDK
LVQRLHQSVTEKKSAEPHLLKKQEIPAEYDVVTDPPPHSWKDMIDSKENSTSTPLERPKERRKSHQEKTKVEVVKEVKAN
AHAHNAEPAKCDCSQCDYLRGLEHQLKLSKKHTDSSDPSFDVQHISHRDPHEQQRDNPSCDHQEEQVIDENDKGPKHRRK
RRGSSLVRASSSSPYRSGPYSDKAKPKIDRVSSKDSGERVPSRGQEEAKSERGVSARKEGRGGDQTATADGRHEEPLNQQ
RDVLFPIISSDSLDEVDSDQFQAGVTRRLSARLDHYETSSSSEETLVRDAATNTEQQQNKMRPQSHQRNSRNSINLSKLR
SSPHQKDPKNAADFQPKTCSNHAKDSRDSINSRNLRDSRHLRDAQLVPSSGSNTLVSTTSVESAVQCNLLDHNNNLDENP
EPVVSRKRTGVDSGVQVTLSDDEDLRRDNMMAERVTRVSASDPCIEISVDSETALVTQKLVLAVENEDIKRVLRLMQKGA
DPSLLIDGVSALHIAVAMTSSLGYHLTRLFLDAGADPNVRSVDGLTPVHVAAMWGKKECLKLLLSRGGNPYDEDDDGLTA
IDLAKAFEQDTSADTSEYLSKLDEHYSSAINSDTLSEEPATSTDLSEMKYLPYLHGEDVDRQHGRRPRERIPDYVVHTPE
PSLRLEGCGSWTKRARRRMKKSKLMRQLSGSVRRTSSSFMSRLRSVGEYLSTSSSSIRH                     
>Nvec_XP_001628364                                                              
PATPDRLLQPTKSNLRRSLSSPNLAKLEDVPLRPEINRSAKPVEPSPVPAKPSFTRSTKPVTLKLDSLNPIHGGLGCGLT
GLRNLGNTCYMNSVLQCLFNTAPLAAYFVSGAFRDDINKENPLGTSGMYLDFYFITSINFSFYLTSSPEFFTTFEGVCQQ
DFQEFLALMMDKLHEDVCQIRHKPYLKAPDDNIDPAEAANITWDNHRKRNESLMLNLFDGMFKSTVRCLVCAKDSVTYET
FSNLTLPLPGNSNHCSLRDCIKLFTRAERMSGDDMWYCPRCKQHRVASKQLQIWRLPPILIVHLKRFQYDGMWRQKLQTA
VSFPVDGLDMSGYITGPTKRPAYHLYGVSNHYGTMHGGHYTAFCKNAHNQRWFKFDDQVVTEMSANDIVSSAAYLLFYTS
FEFTPPKLI                                                                       
>Nvec_XP_001627156                                                              
MTLSVKGGSGEQTQANPPATTPPSQPTQPATPASSEPTNTEQLEDKNADGNQASEESELLLANGEPAFPLAELSKLDEMI
NRPRWVVPVLPKGELEVLLDVSIKLCRAGLDTKSEDCQRFFRDGLTTSFHKILNDEAVNGWKYEIHRCILKNTEKLIELC
VTKLSQDWFPLLDLLALAFNPLSRFNIYNGARPSESLPQGAPVTEGITQYAKSPDARSPKGWLVDLVNKFGSLDGFSILR
DRICGKENLTVPLLSALLKPFGSCAEVLTPQTVEEYFLPVIDFVPGFLESLSDQELKKEAKNEAKNDALSSIIKALKNLA
GKITSKEDIPKQLETFRLKMILRLLQISSFNGKMNALNEINKVISSVSYYTHRHTTADEEEWLTAERMAEWIHANKVLSI
VLKDNLHQPQYVEKLEKIIRFVIKEKALSLDDLDSIWAAQIGKHDAIIKNIHDLLAKLAWDFSPEQLDHLFSCFQESWTC
ASKKQREKLLELIRRLAEDDKEGVMAHKVLGLLWSLAHSDDVPIDIMDLALSAHIKILDYSCSQDRDSQKTQWIDRCVEE
LRNDSWVLPALKHIKEICMLFYEAPQNYSHMQRNPHVFYRHEVINQLQMTHSLVTLVADNLAKYMEKVTSLVAGKNDVDV
NEFLPDGRYNHAQQVQERLTFLRFLLKDGQLWLCEPQAKLIWQCLAEKAVFPSDRECCFKWFSKLMGDEPDLDPEISLSF
FEGNVLKLDPALLTENGIKCFERFFRGVNIKEHKLVSKRRAYLIEDLDLVGVDYLWQVVLRSSDEIASRAIELIKETYTN
LGPSLRAKQLEIHDKFIQTCTGKIQQSAKLFTNQEPHKEGDHQVEVSHVNLRQEATRVVRCLTVLKEYVAECDDDHMEER
AILPHGRSCRGRHVSLIVRFPSHGRQGEEFEIWSHTNESIASVRRHILSRIKVASQATKVDLYVNGELLCPSDDRRLVFQ
VPLRDRTLITAKVGTIESSMPSSPDSSSESSTGSTTPALDGPNLEAENCLPGVMLSKRHTFLQYLVHLADLAIENNISEL
RDVVRQLLELIPPDTHTVEKIKNICRDHAENGAKASSEKLETVFFPKSPMQTLYNLELTYALLMPATSVSQESTFEFQVD
FLKSGGIPCVISMLTNSEFFSKADVIIKRSAYNALLKHSKLLFTVIGHAQVTVVAEAINPSESSPNGQQLAPFPASVHNA
VVVLQQALVFIPNPNTECMLKNVAVRLARKMGKGVCYRHVPDLKVIKAVQQLAWASAGGTLQLIDGSPEDISKTFEKASQ
EMLDQDDVLVAKEALEVLTVCLALCPSAIDSLNKDKSWQSFVIDLLILCPNRAVRFSAADQFFLLATRCSPGHRPIIFFI
TLLFTVLMNTVKEHPSSSHDYFNLLCRLLNHAFFTNCPLATAEVLLKNEISWLKKTKDAVLTSQEECRIPVDECLLEGHL
GITRELLLFQSPQNKLTIGSQAGGGNLVKELVEDFIFPASKLVLEARNGNCDVWNRRVVPVCSTPATLVAGFDLLVALCT
GCVQNLRLLADMLLDMYYSDNSSVTEWEHLPPIGPRPYMGYVGLKNAGATCYMNSVIQQLFMIPELRKGVLAVEGAAAEE
EEDPSVELEEKSESESTIDTGYHSEESSKDLETQGGEARDKAQEQKNYQVNVLRQIQYIFGHLSQSQLQFHIPKGFWKTF
KFLGEPVNLREQHDALEFFNNLLDNLDEGMKVLGNEPIFSKVLGGSFADQKICKGCPHRYSREAPFIALNVDIRNHQSLH
DSMEQFVKGDLLEGANAYHCEKCDKKVDTVKRMCISKLPRVMAIQLKRFDYDWERECAVKFNDYFEFPREIDMEPYTELG
LAKAEGKALDQIPPELVAESEKHDPPPQALSTHYRLRGILVHSGQASGGHYYCYILQRYCILLSDDSHRWYKFDDGDVSE
CKMEDDEEMKAQCFGGEYMGEVFDHMLKRMSYRRQKRWWNAYILFYEREDIIDTSNTPESVQGTSANLFCCFAALKMPPS



IERAVRKQNVHFLHNRTQYSPEYFQFMRKLVTANAGLENAVSLRKSAGMEELAMISIKLVSRFLFTTGFHTKKTVRGPAN
EWYDAVAALLRQSSAVRWWFAKEVLFAQPDRFSEYLLESPTAEVRHAFAKILVFLAHHTRLDGPCGPIPGLPESELDNKA
TLSDHILRAVLGLLKKEVPEHGRHVQQYFQFFLMYATFGAAEKAQLLSFGVPATFMLVAVDEGPGPPLRYAELGKLYSVV
AQLVRSCDVSARMQSSMVRHGSPPLANPFGEGQPLMDLQPDVTEALFNKFTYLKKVIEDTTSSEETLKLLRFCCWENPHF
SRAVLSELLWQVAYSYTYELRPYFDLLLQMLLLQDSWQSHRIHNTLRGIPDDKDGLFEIINRSKNHYQKRAYQCIKFMVA
LFTNCQMAHQILLTSPDLKRKWTWAMEWLGDELDRRPYAGGANYTYNNWSPPAQSNETSNGYFLERSHSARLTLAKACDL
CPEEVSLCN                                                                       
>Nvec_XP_001626937                                                              
SSDGLVGLRNLGNTCFMNSILQCLSSTWLLTNIVLKGTYVSSINNKSSMKGRLVQAFADLIKSMWKHDATESAISAHAFK
TQIQRFAPRFVGFNQQDAQEFLHFLLEGLHDDLNKVQEKPKYKMCEFDNSLSDLEKAKKAWKLYIERDNSLITDLFVGVL
KSTLICLECGFKSVTFDPFWDLSLPIPRKSGSRYSSSRYTDGGDVDIRDCMELFTKEEVLDGDERPTCEKCKKKRKSTKK
FTVQRFPRILVIHLKRFSGYGFRSKLQTNVVFPVTSPQELGEFAADPSEGQSAVYSLYAVSNHSGSTYGGHYTAYCKHPQ
SRQWHCFNDSRVDQISSSRVTGPQAYILFFEKHDRKSSL                                         
>Nvec_XP_001626854                                                              
LTGLKNHGNTCFINAIIQCLAHTDLLAEYFVMGGYKQDLKLRKGQIKKFGTKGEVTEKLAVLLKSLWYSEYSGEVSSEFK
SVVGKHGAQYRGYSQHDAQEFLLWLLDIVHEDLNRATKRKYKANKDNLGRSDECIATEALNNHLRCNDSFVLDLFQAQYR
SALSCPKCKQKSTTFDPFLCLSLPIPQRSLRPLLVTIVFVGASRAPLRIGVSVPISGSISDLCAAISEMTDIPCSSLIIT
ELSSDGFNRRFYANQPLSIIHDSDAIYGFEAPQRLGIHTFTETVISPSLYRCCCRFGQPFVVHVLQELSFSKLQALFLHE
MDRMLLDNADFQIKKHRQLFRLRVMNGLAGRSYLSSELDHPLYTATVERRVALLTHSDAPGSTGPAHIRMVLEWESELRN
SCIKPDVQDSPEEHTSVQNVQNLFSNTHAVNLDNCFELYTKDETLGLDDAWLCPRCKKLQQGTVKKLSLWSLPEVLIIHL
KRFRQLLFLQLQCPSGRTKLHTLVEFPVNDLDMSPHLEPRHKIIPDTHSVLTNWPHWRRTRRSSGVAGEDNLYDLYAVCN
HLGNMSGGHYTAHCRNPTDGQWYLYDDTRVEQVPVNQVTTQAAYLLFYARRNLGCSSASESSGSLDHWTRRI        
>Nvec_XP_001626845                                                              
MMNTDGNGSDPEDMDTKEDVGSDTTMATNGSNSPKQADDVAMEEDTARPEGTIRFTLPNFSKMDKTILSDPIYVRNLPWR
IMLMPRYSSHGHERVKSLGFFLQCNPETETLSWSCQASARLTLVSQKEGVEDFSRKISHLFFAKENDWGFSHFVAWSDVL
DPSKGYISKDSITVEVYVSADAPHGVAWDSKKHTGYVGLKNQGATCYMNSLLQTLYFTCALRKAVYQMPTENDDLGKSVA
FALQRVFYELQHSDKAVGTKKLTKSFGWETLDSFMQHDVQELCRVLLDNMESKMKGTCVEGTIPRLLEGKLFSYIKCTKV
DYVSTRLEPFYDIQLNVKGKKNIHDSFKEYCASELLDGDNKYDAGEHGLQEAKKGVMFKKFPPVLHLQLMRFQYDPVADA
NVKINDRYEFYDKIDLDRYLQELEDTPAVYTLHAVLVHSGDNHGGHYVVYINPKGDGRWCKFDDDVVSLATKQEAIDNNF
GGYEDDVTVKHCTNAYMLVYIRDSHINEILEEVTNNEIPDTLVSRLQEERRLEVQRRKERTEAHLYITVEVVTEDQFCGH
HGSDLFDFEKVKTKHFKVLKSLKMQEVLQVLADGIGYPVDQIRPWPLQQRSNGTTRPAVFDMESDIDKPIGQLVDASSWV
IFLETVDPENGTAPLPSYDKKGDVLLFFKYYDPAQRVLALVGHLYVPLVTKFSELMPYLCEKAGLPQGTPLFMFEEVKIN
YAEQIRDTSLTIEHGVEELMDGDIICYQRSDNELLETSELPTVIEYFRDLHHRVEVLFCNKNQPDDPGFTVVLSQRMNYT
QVAKAVATHLEVDPMKLQFFKGQIYRDAPGNALRCTFEGTLRDLLIYYKPRGPKKLFYQILSIPINQLENKRQFKCIWLN
DSKEEQELVLWPNKEATVGDLLEEAKSHVDCTSTGKLRLLEIISAKVFNTINNDVPLEHLVSQGQRIFRIEEIPSDEIDL
KTDEILIPVAHFNKEVYQTFGTPFLVRVSDGESISNLRDRVKAKVDIIDKEFDKIKLAIVHMGRVNYLPDELDKVISIKD
FQPQITTNSQQIGKPWLGLDHVNKAPKRTRYNYLERPIKIHN                                      
>Nvec_XP_001626123                                                              
MSVIQNKGLLNNPGENNCFLNSAVQVFWHLDVFRRSFREIKGHYCMGKSCIFCALQYLFKEFQYSSNDALPPDALRFALA
GTFRDQRKFQLGDMDDAAECFENILSRMHFHLAMNEHDDGCNAKHCISHQKFAMQMIEQTICPCGERSEPFPFFELVRYV
SASALCSQAKALEKRGEKYDPSRHFGNLLRRTGEDTRECPSPECDERIQVQRLLFNCPDIVSIGLIWDSESPDVEHISDV
LNVIGTTLRLQYLFNQVCDDRAAHATLRLVGIVTYYGKHYSTFFFHSKLKTWIYFDDARVKEIGPDWSVIRDKCRSCHYQ
PLLLLYANPDGTPVNIDSAPTE                                                          
>Nvec_XP_001625979                                                              
TLGSPYLPSPGECSVMSCLSVFCAKETLTGKNKFACEECTKARNGCGTPVCEDQAPTVYTEATKQLLLSHPPLVLTLHLK
RFQQVLFGLRKVAKHVDFPLVLDMAPFCSSQGKALPDANGQILYSLIGAVDHSGGLNSGHYTAYIKLKSKPTLDLNRDIR
NSRELEAYIRETWNEAHAQKCTSQGVPQGQWYYVSDSHSVLVPESRVLRSQAYMLFYERLPLVQNGKT            
>Nvec_XP_001625714                                                              
MMFVDPVNPYDRKRVEGTPVGFKNVGNTCWFSAVIQVLRRGNSSSITILASPIVNNSKQGCYSNHSESNQNDNVLVMMMS
VMVMVMVMMLAASITVLASPIANDSKQGCYSNHSESNQDVSEFTHKLLEWLEDTFNTESKEEEKSQANSSSSNPVVELFF
GQSKVDGVYEGNRFSNIETFGACPLQVQGYSNLHDSLEGGMAAREIEPANHGDTQNSGQEHWFTRLPLVLTFMLSRFLFN
QSIGRAEKIHEKFLFDKCIYMDRYMERNKELSRRRREEVKTLKERHQLLKYTNYGSGAKRSPIQDILDSALNFVRSTPPS
DSTDVEMHTPIPGSPVTFGTTSAGPSTLSDTRTPSLHPAPRYVTESELETIATSLRRWRTEVEQDVLDISTSLKEVEEAI
SVMYNDEEMKTIPYRLYAVLVHEGQANGGHYWAYINDPLDRRWRKFNDITVSEVTWEEVERESLGGYRNVSAYCLLYCDA
RREEVIRAGNTPEVLSAELQQMVNEDNASFEQELRDWDEKQAKAAKEAKSQALVVARPDLVLDAEASCAVSPRAHSPAAA
RSESVLTANLGVLPSLVDSSGKKLTIDEAITQWCNNEKTRLDKLAREYPPEYPGDVRLEHLGIYLMRCSAPDFTVECAIL
ESVIDEVKAKDQSLMPYRKRVQEFLEREKGTDRAADYKRWKEMYMTFKLINSCFLTGLEHFHSQKYKESLPYLVHAYELN
RKLSDPTNNARSMDQRLLAHCRRVCFLKLNELAISLFESDDYKTLCEGLDLVSEQVVPCIPQLVTSPYAEDREAVEHMRN
NWFTYLGGTVDEKRQEKLQDFLPKLLDGSTDGNFEEMRPPPVMRPTNSKDLCERFTRAMEIVHANMPFAAKA        
>Nvec_XP_001624836                                                              
GDLDSKLVTSSKQVLLQRIEFKPASKPDEQYEKLKQKYKPLNSGSNYGQIKSNLLTNGKVDASDSIPSPKFVLYPIDKIN
TQWTRVRRMGPGLSNLGNTCFLNSVVQVLTYTAPLVNYLATQEHTRECQMVGFCMMCELQRHILRTFNHQQNESIKPLCI



IQRLRSIAKHLRFGHQEDAHEFLRYVIDGMQKSCLAGQPEKMDRYSKETTIVHGIFGGYYRSQVQCLKCHNTSNTFDPLM
EIMVDIKHSPSVVRAIQRMCKAELLDGDNLYQCPRCKKKVPAHKQVLIHRPPNILTIQLKRFDYHHMFGGKVSKEITYTE
HLDLRPFMTNPKGPPLKYKLYGVLVHSGYSCNSGHYYCYVRGSNDCWYNMNDSMVRQVGLNTVLAQQAYLLFYSRVKARQ
TPEASI                                                                          
>Nvec_XP_001621917                                                              
ELAEQFSILVRATNCGRFKSLSPLEFKRLIGRIKTSFAGYDQQDSQEFLALMMDKLHEDVCQEFLALMMDKLHEDVCQIR
HKPYLKAPDDNIDPAEAANITWDNHRKRNESLMLNLFDYVDCCKQGIIIGGFQYDGMWRQKLQTAVSFPVDGLDMSGYIT
GPTKRPAYHLYGVSNHYGTMHGGHYTAFCKNAHNQRWFKFDDQVVTEMSANDIVSSAAYLLFYTSFEFTPPKLI      
>Nvec_XP_001621679                                                              
MTFSQKLVVTKGLLKYMIPLFLVYFAEYFINQGLHELIFWKDIWITPAEQYRWYQVDYQLGVLISRSSVNILPIKNICLL
TGLQNWKLLVFKMSEKCLTDFSNSFAHLSAFELTKAELKNAVRPIHKLFSRPEVVCSSCGNSSSRQEDFYDLSISITEKV
SFTGRQNDPKNNRRAKMSARTSEKKSSYALKAFLVHSGTTCMNGHYVTYCLKDRQWFRLDDAIVQLVLLAQVLASRAYIL
LYEKETSVYPEDKQSDVKSADLPTGSFEIDLAKAKITVFGRGNANANVITIKAGTRSYCQMFRGVVITRRSLKRLAVPCK
APSDISQYWLDDQIVDGFLSLLAKDFEQKVSHSAMGTNGRNFYFFSSFLYVKLMRRQSAANMVYQANKDIFSKDMWVIPI
NTGMHWSILIVNLTIRTLEYFDSNLSTKKSLSTAKEIFKQISAGWLKYKPASLGIRHNGPYFIKTT              
>Nvec_XP_001621266                                                              
TVKRMCIKTLPPVLVIQLKRFGYDWEAGRALKFDDYFEFPWTLDMEPYTSDGVARREQANASPDMDSDNGSVTSSSQSLN
SIHSNSSVTVTPSEITYDLVGAIVHSGQANAGHYYSYIKDRSGAEGAETYGKWFKFNDTIVEEFEMTEESVEAECFGGTY
KATVYDTGTYGVNSYPETRHRYWSAYMLFYEASDANKMLSVHPSRGPLVRQEAVIEGRCVTWCDVHAENLQFMQNRDVYN
TDYFKFILNLATCNVR                                                                
>Nvec_XP_001620195                                                              
WEATGEEEKDIKCIPSQLQKLFLKLQTSTKRAVETTDLTRSFGWDSSEAWQQHDVQELCRVMFDALEGKFKGTEQEDLIN
KLYQGKLKDYVKCLEGLKFLTFPYLLTIQLKRFAFDYVTLHRIKLNDRMTFAKFLDLNKFASADREMGPYVYELFSIMIH
SGSASGGHYYAYIKSFADNQWYCFNDQNVTQ                                                 
>Nvec_XP_001639358                                                              
MAEVPLVNNQPRYGVIRWIGQLAELKNKLVAGLELEEEQSGCSDGTFKGKRYFECPPGRGFFVLLKYCRKDSRFELDSPM
DTPGRSAKNFGSMDCPSIEGIIPPPPSLPEQSTGMMRGIQGHHNSCYLDSTLYSMFAFTTVFDTLLHRERQSSDLEDYDK
VQKVLKEEIVNPLRRNGFVRADRVLRLRRLLDKLGSTSGLTDEEKDPEEFLNTLLHQVLKSESLLQLKSHGRCEESNYYQ
IITEKDEGIKLATVQTLIEQSFMAADLKLAEVPSCLILQMPRFGNKYKMYDIIFPNTTLDITDILDNVPRPCVLCGEQAS
TFECKECYEEKIFSIGITSFCRDCCKKVHSHPRRTSHKLTPIIVPREYSQYARRDGPLERYTMELFAVVCIQTSHYVAFV
KCGQGPDAPWCFFDSMADRKGESNGYNIPAVRACPEASRWLLAKPDEIIGANRRGELPGNMKRLFGDAYMCMYQNFDTAM
YK                                                                              
>Nvec_XP_001626829                                                              
NIVEEMFQGRLVHETKCLTCENAKQRFEDFQDVSVPKHTLEWAISQFATVEVLKDNNKYFCENCCTYTEARLSTFFDLLP
QVLTLHLKRFTSVYSG                                                                
>Nvec_XP_001625980                                                              
MGKKSKRHGHGGHNKGKNNRQQDENSSNGGGSNSEGSKKCSHITKAIKLGVLQNHIPHMKIGQCSVCNEVPNKNTSICIC
LRCSKQGCDRYSNGKHGLSHYEDTPSHCITVNLSSLMVWCYSCDIEIPVAPNTDLQDCINLLLKALQSTGRQLQGNGLLP
KVVLRDVTQDSEIMARHYHPQHKLVKGLVNLGNTCFFNAVMQNLCQTELLYLVMKFASQDDYMHTFTAPNKQLSELSVKV
ATPPGSLTMALKKLLIQMKNSDPGPLNPKHLFSEICKKSPRFRGYQQQDSQELLRCLLDSIKTEQLRRLKIGVLDAFGVN
AEEGGTLKQLSEEKKDIVRDL                                                           
>Nvec_XP_001624868                                                              
MITYTNSQARFTRVGTKVTAPVKFQDTISIGDYCAENTVKDSSYVRKAVVVHSGTYCTNGHNTAYCSENRQWFNIDDVIV
STLAIMSWLFREYGSLSADLWFIVGALAYIHTSRSREYGSLSADLWFIVGALAYIHTSRSREYGSLSADLWFIVGALAYI
HTSRSRKYGSLSADLWFIVGALAYIHTSRSREYGSLSADLWFIVGALAYIHTSRSPLPMDHYQPICGLLLELLRTYTLLG
PVNMDHYQPICGLLLELLRTYTLLGPPCRSARQQGIHALVRKNRHSEVYHIPVRRPNLIHIILGDLL             
>Nvec_XP_001624450                                                              
MGKGFFYTDKGKRWRIVMVVAVVMSGVVAAIISAVVAAMGFFYTDKGKRWRIVMVVAVVMSGVVAAIISAVVAAMVRRVI
MRLAVVMGGLVAVGKVVVVVAAMVAGVVAVMVVGAMGATNAPEEKSKGKQDDCRIGIQTVTDYCRAFSEPIFYMNKTSIV
PNFFFFSNLGLVRGLKNLGNTCYLNATLQMLARDSVIDKLIESCCNQQKTEKETRATTSSDDEVTILPSIALNCDVQNVA
ETMRELRDVGANTCPVRPESVLEFLRKHSGMFAAGMQHDSQECFAVLQEHLFAQKKNRKQTG                  
>Nvec_XP_001622838                                                              
MSVTLLIEFLYAGDLSTVYELSAVLMHHGSSAYSGHYVAHIRDNKELVAKDNSVFEAWTREMDAIKESMITEGKMNQAEI
RSIYEMLPAATTDYAEWVSTDWLRKWLSDKYKATPPIDNSSLLCCHGRLSPEKYQYSKRISCKAADVLYTKYGGVPRLQR
DSMCRECVQRKCRSIQFRLRLNEDDKAIKALNKPSHKISTTSSFNRLQELSFLIFIEIQDCSLQCIIDHKVYGK      
>Nvec_XP_001622300                                                              
VSIEPIMLRFIPTFTSRMAVISQTGQFQLIEPGGPMTAASMFVYHINTQGHMCSTIDISSNCNVMVFGDTGGNIHLYGDS
KVADECIETLHILLFFLVGHCYLTGQNRIMSGWIGKNNNRVLSKIPKLLNYYFLILMYFIPKAYKRVEMKYSRLGESWFE
YYVVQVGLPVFMLDQWTGAPCQVSRFAHPVVEFCLACELGFLFYMLDQWTGAPCQASNFLRAFRTIPQASALGLVLNDVD
ESAGKANFPRLIQSWIRFVLQQTHQVWYIN                                                  
>Nvec_XP_001621274                                                              
MNGHYVTYCLKDRQWFRLDDAIVQLVRLAQVLASRAYILLYEKETSVNLAKAKTTVFGRGNANANVITIKAGTRSYCQMF



RGVVITRRSLKRLAVPCKAPSDISQYWLDDQVYAYQPRACSTVKYPERLGKSLAFELTNAELKNAVRPIHKLFSRPEVVC
SSCGNSSSRQEDFYDLSISITEKVSFTGRQNDPKNNRRAKMSARTTEKVGFHHTKVTSFYPDSVEHF             
>Nvec_XP_001620655                                                              
MHVTTNLQRICQTDVDPSSTSTESSSSSSTTPTKSHKVGCTLEEEDYFELEQGLKPRGLCGLMNIGNTCYMNAALQALSN
CPPLTQFFLECNTCISDAKHPGVAINYYNVVRELWSKKRLRNGIKLCKVLQLPE                          
>Nvec_XP_001618463                                                              
MFGDLFLDEKPNASCEEKPPISKTSDSTSNSPARERGSTGFCGLQNQGGTCYLNSLIQTLFLTPEFTENILKLEKDELLA
NDQSKLGVKTRVIPLQLQKVFAKLLLLEQESTSTQDLTESFGWSTAQEDFLDLQMVVSGSGSLEQSLKFSYLDAEILSGS
NQYRCGHCDKLVDAAKASHCIKRITMNK                                                    
>Adig_41v118375                                                                 
MADDSEVEIRGVKRPLVENYSDEEEEEEARIKEERSEYQSRHCPYLDTIDRHVLDFDFEKLCSVSLSHINVYACLVCGKY
FQGRGRRSHAYTHSVQVGHHVFLNLRTLKFYCLPDNYEVIDSSLDDIKYVLNPTFAKDEILQLDKSAKVSRAFDGTMYLP
GMVGLNNIKANDYLNVILQALAFIPPIRDFFLREENYQKIKRPPGDIMFHLVNRFGELIRKIWNPRNFKAHVSPHEMLQA
VVLCSKKRFQFTEQGDPVEFLSWFLNSLHTTLGGTKKATSSVIYKTFQGKMRITSRKLPQTENDEELKKEVDKEDYK   
>Adig_506v103037                                                                
TETVENIKNVCQACSENSSKTCSPSLDAMFFTPSSTQVLYNLEIVYSLLMPASLPPQDHQTLEFQVHFLKCGGIQCALNM
LTRIEFLQNADVLTKRAAFHTLLKMSKLLFTVVGYAQVTVVAEAIQPSDPSCSPPPVSASAHNAAVILQQALQFIPNPAT
ECMLRNMAVRLAGHLSSLVSSPLPDLSAIKSVQRLSWAAGVGMLHLMQSSNEDIHKVYEKRTGKALESDDVQVAREALEV
LSVCLALCPSALESLTKDKSWQCFIIDLLIWCQSRAIRFNTAEQFFLVATRCSHGHRPLIFFITLLFTVLVNSIKDHAGS
SYEYFSLFCKLLAHAYMTHCPLPTAEVMLTTEIGWLKKTKDLVLSHDEGSSPVDDALLEGHIGITRELLLFQSSQKKFEI
GSQKDGPNLIKAPFIALNVDIRNHHTLLDSMEQFVKGDLLEGANAYHCEKCDKKVDTVKRMCIKKLPRVLAIQLKRFDYD
WERECAVKFNDYFEFPRDIDMEPFTEVGLAKLQAEIAENSEEPENEEENEKNSKSSSSTKFRLVGILVHSGQASGGHYYS
YVLQRLSPELSPKWYKFDDGEVSECKMDDEEELKNQCFGGEYMGEVFDHMLKRCVVLLYSSKQNFLRSNLTCHHHDNTSH
VRVCHCDAQV*                                                                     
>Adig_1556v103296                                                               
FDYNQIFGGKISKHVEYAEHLDLRPYMTSKGPPIKYHLYAVLVHSGYSSNSGHYFCYVRASNGIWYQMNDSIVRQVALKV
VLSQQAYLLFYTRLTSAKQESQSFSMDSPKTTPLPKSPVASSHVPKVIQQNDVGTPVKSGIYFHRTPSTTSTVTKPPTSQ
NTKQATPSVPLASTSQRSKFTFTIPLKSKGVTSKSDLNKTKTEEREFEEKSEKSKASDGIESLSAGEISKVKPDLKSPIT
SVAKKLETVSESELLQTATKPEESGEKEELKEPIMQSSPVKKEAKGKADSPLKKPRPPHLFIPRPVAQATLGKGTAPSAT
KATTPWIVTPKTTTEPHFGPMSPPPPGVLPPQQSPLSVMSDCSSTSSIMGKTGEWTVTDKQVLTPGPKLPERQHAGWQVS
KKTEDNKVDLDAKREPEIKRANGEEDEKRXXXXXXXXXXXXXXXXXXXXYEKLSESDDSETERKKRKKKKDKFGSKERKK
TDEQENGAEDKFKNKKHKRKHKAGSDEGDEAVSKKKPCLVSYESSSNSDGEEITSSTNGTRKAAGIDSKRSSTVPMVPVI
HDDDPNNSRVARRLAWDGSRNSSTLAKLLGSGKGIHGYGSSVTSWGGGESNVDRTISESSSKRQRKDSWDDEYDKGKALM
TVNSFRCSKLHF*                                                                   
>Adig_1893v119851                                                               
NGQFQLHEPGGLVTQSSMMVYQVNTHGALCSTFDISSTCQFIVFGDAGGNMHLWGDTQEKEIAYNVYSQQTEFAPPIPHL
PPLPIDDYSVPLSSFPLPMSKRTPAIDPEILRTMVVRHSIGYAPNPGTHDDPGSIIPKHYRRVEIKYSKLGVEDFDFKHY
NRTSFAGLETHIPNAYCNAMLQLLYFVEPVRVGFQNHLCHREFCLACELGFLFHMLDMPSGQTCQSSIVHRLFGSDVELL
IRCRCGKETKRESTTLLFNLEYPELPTDKEQGTIPFESVLLSSMCHVQSMQAWCEQCSRYQPTIQTRKFLDPPTKAEEKS
TLQSSTRACRYGNTCARLDCKFRHDRHSAEDGLTETADEDEIKGWIPLAIKTSFDSTGSLHITKVDNEGVTCSQWYLFND
FSITPISPNDAVSFSLDWKIPCAVVFARKDINSRHETTINQRIDDSVLYQDVSLVRRGSISRQFTPLGTDELPGEGDLVG
LDAEFVTLNQEEAEIRSDGTRSTIKPSQMSVARVTVVRGDGPLVGVPFIDDYISTTEQSNMAGWSRDKVLWSFWTICVFL
LQHTAGQRKKLVFTATDFMLFDSANLVYFEVLRPKNISYVFKVRPAKSFGGKFDFESRTVNLIAADPPDACFSVTNGPAL
HKSIALVDRGGCSFLSKVKTAETYGALAVFIADSEPNNVDTLLDMVHDGTQRDVHIPAGFMLGSDG*             
>Adig_3017v120776                                                               
LPISNRSLETLGVWKLPTTICLQLMRFSSTSKKLQNMVKYDDILQLCEIQTPDKCQSTKISRVSYELVAVVVHIGDKLSS
GHYVSYMKRNGSWYFADDTHIKMCSTFEAVNQKANLLFYERVVSDDPVVEISQGISSFSIPSGTEQQPVGFQSHETIQVQ
HGTPPFFYVKEPWCDIRHPALCRTAKDYPGLQYTRICESEKEQAELIVTMEHTIPQHSRTCGWEGGDLCRLLPGQEDVTS
CTGNILNENNPSTFSNSQSTSINEDHCYSCTVPTKKKKINTTDLPTKIATILPTEYAYKCIEFKDLSVFEGTFRVQFCIK
NVTCKDDVDNWLAKLATTSYIKYNKESGGRSRTGKQVSFARWYICQCKRKKLTKKQEAAKEKVQDKQQLQRQAHPMNTVP
EQLDLLSKTRDKKTDCDSKLSIKIFTKRPWDEMCEVELWWNHNHSVNSYHLHSFCPILPSIKAAFENYFERGMSASEAFH
HHESNLMQHSISVMLLADRKYWPSLTDAKNMYGKWQLAKKGAPNGQSMFTALAAVIKAYNIRNNGKGGKSFVQTYEQNGT
SEQPLIIAICTPLMSRVHQLKQAGEMAFLDASGSLDRFNNPVYFMCKHHPAGALPLASTVQLNTIKQSNSDCFKFFVPSR
TATEVSYEVDCRTGICTCPMGSNGNPCAHQAAVALKYGIAGINVIPQRPEERYSLAKLAIGNHKELQLENFVHLHQKNTA
EIEMEMDSGDQGVPLDVNSLCEIPDERQCHIHSPEKDSKIDDEFELENILRLHRQVSDDIELKLRTTDRNFQACYKKYLE
IYRNIISKSRGQAPVAALSTAFVNFGKDHNGLTLPILHNSKAKIRVQPTSISRRKSKIKSSSVQELVASHL*        
>Adig_3597v121246                                                               
GCDRNSEEKHALSHNGSNPSHSIVVHLQNWVVWCYDCDDQVLVQAESTIHNCIKLILKAMNLSPPPELELVLVSNSNKLA
EDITPQKDNFKNNGQIRGRIKGLTNLGNTCFFNAVIQNLCQTELLYVAAACAAKEGFSQNITPKSKDVPQLTVTIQETAG
PVTNALCKLLHDFRGSSGGTLNPRQLFGEICKK*                                              
>Adig_4405v121894                                                               
FDYNQIFGGKISKHVEYAEHLDLRPYMTSKGPPIKYHLYAVLVHSGYSSNSGHYFCYVRASNGIWYQMNDSIVRQVALKV



VLSQQAYLLFYTRLTSAKQESQSFSMDSPKTTPLPKNPVASSHVPKVIQQNDVGTPVKTGIYFHRTPSTTSTVTKPPTSQ
NTKQATPSVPLASPSQRSKFTFTIPLKSKGGTSKSDLNKTKTEERELEEKSEKSKASDGMESLSTGEISKVKPDLKSPIT
SVAKKLETVSESELLQTATKPEESGEKEELKEPIMQSSPVKKEIKGKADSPLKKPRPPHLFIPRPVAQATLGKGTAPSAT
KATTPWIVTPKTTTEPHFGPMSPPPPGVLPPQQSPLSVMSDCSSTSSIMGKTGEWTVTDKQVLTPGPKLPERQHAGWQVS
KKTEDNKVDLDAKREPEIKRANGEEDEKRXXXXXXXXXXXXXXXXXXXKYEKLSESDDSETERKKRKKKKDKFGSKERKK
TDEQENDEGDKFKSKKHKRKHKAGSDEGDEAVSKKKPCLVSYESSSDSDSEEITSSTNGTRKAAGIDSKRSSTVSMVPVI
HDDDPNNSRVARRLAWDGSRNSSTLAKLLGSGKGIHGYGSSVTSWGGGESNVDRTISESSSKRQRKDSWDDEYDKGK   
>Adig_4841v122225                                                               
MISYHLMDLNCPIKWIVKFGTQTFIGPQVAPGRPETIDLTKDKDDDLEKAIALSLQEAQGITVEEQDISSKEETFGAFPL
QVQGYGDVHDSLEGAMAQVEIEPVGPEGAHKSGQECWFTRLPVVLKFMLSRFLFNQSTGRAEKIHERFLFDRVIFMDRYM
EGNKEMTRAYREEVSKLKERRAMLKNSLEKYLKYGQGSKRCPIQNVLESTLSFVLSTPPSGDELNSDVDMKTPISGSPTP
TPMNTTSSIPSPCPLSEVRWSPAPRNVTESEVAVLEECLRRWKLEMEQDVK                             
>Adig_4961v122316                                                               
EDYLDLPLILSGCSSLEQSLSLSYIVKESLEGTNQYKCGSCRRHVDAAKGSKIRKLPPILTFSLLRFDYDFQRGERYKDT
KRFSFPSELNMSEFCEASSELQNQQYELFSVVIHSGSCYGGHYHVYIRDVEGLGLWHEPVSVKISNLPRMHCSF*     
>Adig_6159v123233                                                               
MQQDAQEFMAFLLDGLHEDLNRIKDKPYVEEVEGAGKPDAEVANEAWRRYKSRNDSVIVDLFQGQLKSKLTCPVCNKISI
KYDPFMNLSVPLPKEYKFIPVTIFFKDCKRVPLKIVAKVTQEATVDQLTAAVQRVTAILPENMRVYEIFSGKFHRKFSPG
RSLSPVLSTDTIVVYEVLSEEEAGEEVFEVPIIQRVMVPCAGPSYCASCHRTPATEETLRRCTQCWGTGYCNSKCQKEHW
SSHKRHCKRVPQPIGMPFLASVPASTATFSRLQIIAEEYSKYSVDVRLGTSSDQESPRKGEVLSTVDGISPSLESPPRKD
SSDSDSTQSANNSKESYPKFFIKPVTTYGDGITGEEGRRLSDEVSYSCSLEDCLELFTEPETLSENDAWYCPHCKAHREA
TKQLSVWRLPEVLIIHLKRFSFRNILFKDKISKLVEFPLRGLDMSPFTLGKDDKEGSLYDLYAVANHSGTVNFGHYTAFG
RLAETDRPIDGMRRGGLEKNWTDCGADALKGLRFRNSLK*                                        
>Adig_6752v123688                                                               
MNSALQCLSNSVPLTEYFISGKYKDELNCDNPLGMRGEIAKAYASLLHQLWNENYSSVAPRPFKMQVGRFAPQFSGYQQQ
DSQELLAFLLDGLHEDLNRVKKKPYVELKDADGRPDDVSVTFDPFCYLSLPLPVKKERILDVFLVQNDPLQKPTLYKLTV
PKMGNISDLLDVLSKLSRIPKDKMVVTDVYNHRFHKMFTLSESLTQILDRDDIFVYELLHNKSDDEEGHSIVIPVYQREI
RARLASSYSSSNKSLFGLPLMVSVPKKNLTYKALYNILLERMKVNIWMGDHPGDPVLHVWGNMDMNDEMKDEIESEDSKE
TVLQNNDENEDDQLDSKANKLNLEQCRKKRKYLFKLTLVNSYGSNDVQALEDNSKPLKLTGRCYLAIDWDSKVKEEYYDH
GLAEESDEHESVKKKPQKKSCVGLDDCIDLFLSREKLGANDPWYCPSCKKHQQATKKFDLWSLPKILVVHLKRFSYNSFW
RDKLDTFVNVPLRKLDMSQYVINEDQPPPIYNLIAVSNHYGGMGGGHYTAYAKNVKDERWYSFDDSSVSAVDESQIISKA
AYVLFYERQESQVEESMEEKDADNICPDQDIDMKHDGP*                                         
>Adig_8681v105584                                                               
MKTCPHISRSVQLKSLQNKIPHTTLGQCVDCGELDSSSGLGVCICLCCAKQGCDRNSEEKHALSHNGSNPSHSIVVHLQN
WVVWCYDCDDQVLVQAESTIHNCIKLILKAMNLSPPPELELVLVSNSNKLAEDITPQKDNFKNNGQIRGRIKGLANLGNT
CFFNAVIQNLCQTELLYVAAACAAKEGFSQNITPKSKDVPRLTVKIQETAGPVTNALCKLLQDFRGSSGGTLNPRQLFGE
ICKKATRFKGYRQQDSQELLRYLLDSIRSEEIKRVKRAILKSFGVSGEEDAKCLDDNKRAQVKGRLDTVESWNFRPFNNG
KQNRNSAKASKSKMDSTSVKDDNSETAAHGNTPRAPSKHQQKAARKAERKKGKKGRGHKIEKLRESEESPDNKENNDMDD
EKGEDEKEDEQKRNESNAEDDELGQMKVSDSGGSDEEQEQKLFDKNKVKEALLNADCDECDQVPDNDTVAQETAQLLREE
MAYAMSLTDIASSQLHSENVTESSELSELSSPSEEQRSGFKEQSEGRHKELGKKDATEIAKDMENVTLKGDEEVVSSTSQ
GDTSAPNFNTNFSAVGASETVQEAPFVLDCGGENLSAVEADSSIKREGVNAIRKESLPGGNSEMLNTIVDATDSSANCTA
LSCSNEENAGVTTQLNNNQTLKATEVKMHQTHSYDASVGNDTKSKDENCENEENCENEENCESDENCEFDSEEDHERDSG
DERTLTLQPYYQPLQGECSVMSCFSYFCATECLDGNNKFACEECSRRAQRCEKSRRSSATGDTSKKDDREDADNGMNRAD
SEGQVLYSLYGIVQHSGNMNSGHYTAYVKVSKPPIKGLYDRITNMNELTDFIKNMWTETTEQKKRNPEFRHESALDGQWF
HVSDSSVSSVPETKVLKSQAYMLFYGRLPFCGSGRKL*                                          
>Adig_9052v105953                                                               
MGPRLMPPPEPLNQTPRLSSQISFKSHYKKPFEKEVTLTGFSNLGNTCYMNAILQSLLGIPPFVQDLSNLALLDNVHPQC
LYKCLYNVMLCKKKCQNAEVIRNSLRKLKRTISEAATRFSGYHQHDAHEFLCQVFDQLRDDVIACKSPLSKSSSYDSKTN
DLLCPVTRTFESKVLHTVSCKRCNQSDTSPSSINMQTLIKKHFEDEELEYTCGKCNSKEAVISHSFVRLPRVLILHLKRY
GYDNLTEEQEKKQDKVNIERFIALDYKRVSDEEMGVTEFCKLDSLNGFNSHIHNANGQNNKDITLENKENNADSHHLANG
KPVWEESEEFQMEWALAESAKSAEKKPNSNFREQNISVVEGECNENMKSHRAPVPKDSLQRNGNCNDEISEFDFDDDFSD
FENPVWSRSEEEQVKWALAESAKLSTEKKSMGTLKDEGRQIQRDSTDKLGSQKSLYDNCNFFLENDMSNEDLLGAEWESH
LSAAEPSGLKGGGPVVTERGSGGVEHEIVSFLVNDENRSPQNCTDSGLEKKKPIICVKRRNGYLSRKRKNESDVLTKTPT
IGQFEGNIFVNEPKDKPPSTNSLTPSVSGTGHYLSDVYDCNTKQWTSYDDSTATKVSEHSVRYKRQQSGYIFFYMYKQCV
DAIENAIPSKENVQXXXXXXXXXXXXXXXXXVKVFERLLHLGYIMNKM*                               
>Adig_9508v106407                                                               
PPMFEPHDTIERTTAEESTLKGKAYSSQQDAQEFLRFLLEGLHDDLNDVKSKPKYRQCEFPDSFSELQIAEESWESYLSG
DKSLMTDLFVGQLKSKLTFDSCKHTSVTFDPFWDLSIPIPKKTLSTSSSLGRRHSGVEYDDITIRDCMLSFTREEVLDND
EQP                                                                             
>Adig_10105v106954                                                              
MSIQLLPKLFNSFQQFVVTGHGPHWITNWANRQLNMMELFFSNVTQFVESLHKANVTSNSLYSPVEEIQARLQFLSSVFS
CELSQQDFRLSASQVDVLWHCLVCDSESSDDTLEWFLQQAQSKEFHALDAPAMQYIFTEKLPSLPPEKFSMTGLHLLQQL



YKTFKHSDIKPCDPSKSYGIDQLWNIAVQAKSTEVSWAAISYLNSLYINANGGGLKFEDEFISRCMTIIGTASQKLNMEQ
NLQIMERGLLLLKSHIESFKRRFAFHLRLWWLEGKGITCHQQMAQRPTEKHYPIRVMCQPAGLADKGTFEMNSSDLVADL
RAEVTFWCKQLEEKHKKEPQLAGEGTSQHSQLSPFSPQLHPPFRLISQGHELTPDLDEKSLAEVGFKDLQLVFVSVGAVR
RERHHETGYIPSSSLPPPNWDSTPMIILLQEKYFEQLFAFLEALDHFVDKRSSSAEKTSESSCNASEVLEKSTVLEQANQ
LESNDNSTLLPLMESQIEFLFGIAWELLFLLPTNQSVLNQLRYFGQSFGSETEKGSGFTKAEMDQRNEDNDKWQQKVWQS
LLNPKFPHKLLYSLQVIDLIHNSSKETQTPSSPTYSGLSSDSDISDTEEEKNVGLPQSQGFSWGYRFMEYGGLRHLYEIL
MSGCLEVKENSIWTQWHQECLAHLLKLICEFGTMKRSGDDDDDVFMSSESDAKKLQLQRKDGKFRVRYKSTDKEEVICIK
CLSSNLMSIVHVNSLLEKLLHISYEATLPIRGGQNRASGGEVVHHAVSLLVSAAFTDGTVRSLLMQQSNFKPWLQQLVLL
AKEPSVRFEACRGLYRLSLIKRNSCLIPLMDALLDSLPLAQSLQSKESSHGRRQEPGAREYFSILCRLVDGLPTPEGGQK
GHDVDLDSLAKLLASYIRNSEPRTKQKNGSYENEGLSGVLKLCTAVMRHDPAFKMSPADGKRRSYNWHYWPHDNGRSSCG
LVGMINLGATCYMASCMQQLYMMPQARAAILNSMITSDVKHEVLLREMQRMFCFLMAKEMSPALKVLVRDLFCGEISNNV
VSLDCTHVSKTREEFYSVRCTVADMKSLYESLDEVTIKDTLDGDNMYTCSQCGKKVRAEKRACFQVLPRILCFNTMRYAF
NMVTMMKEKVNTHFSFPLQLNMAPYTEEFLMGDKQDQVLVRDLFCGEISNNVVSLDCTHVSKTREEFYSVRCTVADMKSL
YESLDEVTIKDTLDGDNMYTCSQCGKKVRAEKRACFQVLPRILCFNTMRYAFNMVTMMKEKVNTHFSFPLQLNMAPYTEE
FLMGDKQDQDPQGDPSYWYQLIGVVVHTGTAEGGHYYSFIRDRSAPQGRDQWFLFNDAEVKPFDPAQIASECFGGEMTTK
TYDALTEKFMDFSFEKTHSAYMLFYERCDPNQKDQATNMSNAELNQELADWIWHDNIQFLHDKHIFDTTYFNFMWLICSN
IPPSLPECKEVMLSNVKLGTSFLLETLVHAKEKLLIKNWADLLLSQYEQSSLACLWLLETLTSEDWLLQVMVKCPIQNIR
HVSCHESCCL*                                                                     
>Adig_11917v108624                                                              
YGDRCDFIFSKAPADPTRDFDTQMAKFADGVLSGKYSPLPDKERDETTDPKEDQRTASGPLNPVDSFRFQVEERTQCMQS
GNVRYNSREDTLLSLSIPMEAVLNKVRNCEVLFEGSKVQSSPMIVFIIRRTERDPSLVVRPRVAMSACLEAFAAPEVIED
FYSTALQAKSVAQKSTRFATFPDYLMVQMKKFTLGDDWVPKKLDVSIEILDELDLTHLRATGLQSNEEELPEQEQAAAAE
IQIDESIVMQLVSMGFDMEGCRKAVYHTNNQDFSAPLSIPGSGASGLSAVNEEAVGMIIAMGFTRPQAVKALESTDNNLE
RAVDWIFSHAHELDSMEEESQGGQETGPQYKDGAGKYHLMAFISHMGTSTMCGHYVCHVLKDGRWVIFNDRKVALSETPP
KEHGYLYLFKRVDS*                                                                 
>Adig_12154v108851                                                              
MAFLPSFISWLQDFSVHDGEDKPLAILAIELKKLLKALNNGCMDGEDLIYPESVLRALYSHGWVIPSEQQDAHEFFHVLS
STLDDEMGKIPDVMNLSDIVTVESSETTEDNSMIHRNKVPLSRDCKRPQLPFHGLLASQLVCKQCGTKAFVCSETVDSVY
CGGCRQQNSVRSTSAVKTKFIKRLTFGKLPQCLCIHIQRTYWRNNGIPYKNNLFIKFPEFLDMEPFLYEPLDGSSFKRSK
LSVMKNVEPEADTSADLNGFLDELVTSFVKTNKGSTSRAIYKLMAVVVHMGTVDDGHYITYRRYVTEHASKWLYTSDEHV
EATSRDQVFSSCAYMLFYERAGRWSDAVSSSDNVQ*                                            
>Adig_12830v100877                                                              
MYSCPHLRDFKKADGLKVFRKIHAHFVSCGSREARKRKASLCYCHDCGTYSSRLHSCLFCVYFGCYTGNRHIQYHAQSTG
HSLALDLTHGAVYCFMCGDNVYDLELEKIGVEQGIKSWKTLGNGRVKFVPWEPNKAELQLLKENKKRIKLQNNSFIGLRG
LINLGNTCFMNCIVQALTHTPLLRDYFLSDQHVCSGEKDQCIVCEVGSVFQEFYSGQKVPHTPFKLLHLVWTHARHLAGY
EQQDAHEFFIAALDVLHQYCKDPFWDISLDLGNIDHSNGNSRNGSGASAASTPETINLDDSSQSQPGEDSSHHDESFVPK
SLVDCLRRLNGNSHHDRSQSGLPCDSNGSSVMTHG*                                            
>Adig_13455v110046                                                              
MPSVSQCHSPPPSPKSPPRKKTKFSLQRKKKTASTSDYDRDKRDKLFPLFTSPATRNASDDEVFEPPKPPPPYAGLVNHG
NICYANAVLQVLRHCPGLIESVFAIDSHLTKLFSQMKDLEENYSENKENCEHLLSKKHSLVLAAKPLDFMEMFRKQNPMF
EDNLQHDAQEFLCSLLVSLQDTEKEIFKRTDNISQHSSPFEDLFHGQLLHQTKCLTCEDAKKRYESFQDISVPIQKEAKV
NDLKAFSPTPKKAQDSESLLWALSQFARIEHLSGDNKYFCENCLTHTEAEISTSFEKLPKILIIHLKRFTANPLSGFPGF
VSKINTNLATPMELTISEWCSKTCITSNPTYHLFGIVMHSGMTSCSGHYQAYVMVPTPNDADFNNSNGHTSHQDNYQQRN
ESSVNSVGESSQENERQPLANTATSVSSNTFCKDDGNSSETPGVSTMADESDIPSLQNSAEKAKTSCMSGISRYFQRTRK
YSKLENNEEAEDSFQASDLTESKRHRCHSTPCFKGISKSLNKIQSFQHRGLTATRNAVRQLNFQDSKRQGNSETNHLANV
KNNNNLRLSHTFLPDSYYQWVHFDDAEVTILQESDVTALLSSSESSFTSPYLLFYKLV*                     
>Adig_13803v110379                                                              
MSVVMQRTSTTSSSSLPRTKTSKLLNQPVPGVGSGASYMNGYQRTTKQGHSSVRRPLPNGPGPLPNRPKVNACMFATGNR
TIERRSYGADNVRSQHNSRFDSDPVSRRKGYDTERGYERRLPYENGNMPFSSRNKSKSLSCLNIKSENSDKFVSPTSTSS
RFRTDSYAREKKGYVPAQPSSENDHRNFKHPITKSSVYRSTTHLDYKDHWENETSQSKVHSFASEKDLNSSSYGKGSFMD
TEKVRKVTITALPGSDLKSVKKSSLSSSNSSPSPTGRRSPDGVVGLRNLGNTCFMNSVLQCLSHTTPLREQLLTSQHLKG
KLIQGTVLNISVTNMRKIAEESWESYLSGDKSLMTDLFVGQLKSKLTFASCKHTSVTFDPFWDLSIPIPKKTLSASSSLG
RRHSGVEYDDITIRDCLLSFTREEVLDNDEQPVSCSVALIYTVNPLWSGLILLDFNLFSFIGVKFINKLY*         
>Adig_13946v110520                                                              
MQKIRTALAGLLYAYEIPLPAISCEDESSSSTTPVTEEEKELCNAYSVECDNQISANQTDTSRRKNISNNEESEVKESKC
PGTNSQVSAEVTDTKLKVQDDWFGEAAKNKKKVSSSPIRRLSPKLPKRISPKFNKGFGSLSATLRKTSHSLSSMELTEGT
YVSNSDSGISLSAENSPTNRTHSVPASSCAVSRNPGDSCTPIAGPASYLGYCFRGFAVAMHRKTIRLDAYFLAPQKNRPG
LFGIPVIVPCTSQTRQCDLYEGVWIQVARLLSPPAPGDTNCKDGDLGDYPFELRAVQKDGLTCAWCPWYRFCHGCLIKCS
EQEFSCGSSYIAIEWDPTTLHLRYQSSQEKVSTEHESVERSRKLQTEPIDLYECLRAFTKEEELGEDELWYCNKCKKHRL
AVKKLDIWSLPPILIIHLKRFQFVNGHWVKSNKIVQYPMEGFDPSAFLAKPFADTTATESTVTTLTVKSLEGHEADEETG
ERKEPNCIHRSEESPSQSLGELSSSQVELNQNSKPPSRQSSCLSLNMAKVHPEVTSENQAAFTPVEIPNPSNGVGLESSD
AGHGHRGGNREVLAASRREGPQSEIPTYKIYAMSCHTGVLGGGHYITYAHNPNNRWYCYNDSSCKECDNSKLQKDSPYML



FYQQEDLDNRTFLPNFNGQTPDSTSDDEEYENEVKRLCVVQ*                                      
>Adig_13955v110527                                                              
MPSPEKTLKALHLATNLEHLNKLADLKSGNRNANPQILVKSADKVYLQAQNHYLEGDEESAYVFYMRYFNLITLIKKSSK
YKETQKFYDDLLGKSKIINSIEHAEALQSSLSKRYEKLHAEKTAKAKAQEEVRKKEDEDKKKSEMSKKDADSGFDSDLDS
LLNGNGISSAVDVYQKLKVNHSSILVPKSSENTAEGTPFTEPETKPNVANSGLVAFVSAQDLYDMLKGENMCKVLVIDCR
PHSVFEENNINFPSCINIPSELLDSGVSAGSIERRLNEDTRQIWNRRGEKEFVVLMDESTKVNDITPECRIQRLKDVIFK
FDSNSSLKREPLILDGGFHSWLWHYPSVALKPELPKVIPQSTVVNHSSVDLSNLDYPELPEERTPPTEPQISQAPESVTH
NNIPLHQIHPLNGIEKNHGSFVSPIHGIETTKMPQANTLGPLNSNALISGTTPTAASQDAISPRSANLLHNLDKPAPVQK
FEPPPAIPLQPVSQNGGVPFPRPSNVTPPVSTIPASSQSVPPSGKRPSPQFGPAGLSYTEGSGSQAISTNSSGIPTQGSV
PSTTAPHPAHQQVNQPGNRSVSVSQMISPFPSSSVQATSVGSQTVSSTGALSSSSLGAQPAQPGIPTARPLALQTTTPFQ
NQSAHNGSSYTMSRSGSTVPSVPGAQPVIVQSSFPATSLAPNVLPATSTPLLPAPSSTGPQPPSQQLGPSQSGNNSAPSV
PVQSSHQSVQHLPPGQQGHSINPIPHGGEEIPKQSITLATQLPKAVSPTGPTTEPRSNQHEPQTPLNVSQATPHQNIPGK
SPNSQVLPGNSAKPPVRKLSQPSDQHKKPNQPSVSNKKSNYFTTPGLPPGWEKVDDGEKLYFKDHNTQTTHWEMPKVVTT
SSNVSTPRASVPQKDQSQMKRQSSVERPKLHRSLSSPNIAKLLDQRSSGPKKPVVDRMSKPDYEHAAPGRPTINRSAKPL
SANQLDGLYPSHGGIGPALTGLRNLGNTCYMNSVVQCLSSVTPLSAFFISGVFREDINRTNRDGTRGELAEIFSVLVRVL
HSGQFKCVSPNEFKRTIGKFKSQFSGYDQQDSQELLAFLMDGLHEDLNKVKQKPYLKAPSDDLDPETAAKIAWENHKMRN
ASIMVELFDGLFMSTVKCIVCGKESRKFDAFSNLTLPLPSHTNRCTLWVVCRFQYEGMWRQKLQTNVSFPMSQVDMSNHI
VGPRSQKPYQLLAVSNHYGTMHGGHYTAFAKNVYDKKWYKFDDQYVTEMSPREVVVRIARIVGVF*              
>Adig_14255v110807                                                              
MITTENESDQEEMDTKEETVDDSAVPNGVSSPSEPHDVIMEEDTARPEGVIRFTVHSFSKLEKTTLSDPIYVRNLPWRIM
CMPRFSNQDKAKSLGFFLQCNPETESLSWSCQASARLTLAHQQEGGEDFTRKISHLFFAKENDWGFSHFVAWNDALDPNK
GFIKDDTIILEVHVAAEAPHGVAWDSKKHTGFVGLKNQGATCYMNSLLQTLYFTNKLRKAVYQMPTENDDPNRSVAFALQ
RTFYELQHSDKAVGTKKLTRSFGWETLDSFMQHDVQELCRVLIDNMESKMKGTCVEGTIPRLLEGKMLSYIKCTNVDYVS
QREEPFYDIQLNVKGKKDIYESFQEYIAVETLDGDNKYDAGEYGLQEAKKGVIFAKFPPVLHLQLMRFQYDPITDTNVKI
NDRCEFMEKLNLNRFLQDPEDHLGQYTLHAVLVHSGDNHGGHYVVYINPSGDGRWAKFDDDVVSLATKKEAIDNNFGGYE
DDITVKHCTNAYMLVYIRDSEMKDILEDVDENSIPDTLVERLQEEKRLEAQRRKERQEAHLYMTVDVVTEDQFAGHQGSD
LFDTEKTKPKSFKVLKSKKLLEVLDILAEGLGYPSNQIRPWPLQPRSNGTTRPSLLDTEGNKEKTLGQIVEGNQWFLFLE
TVDPEEGKVSLPIFDKTNDVLLFFKHYDPIQKTLACVCHLYTPLSAKFVDVIPLLCERAGLPQKTPLAMFEEVKSTYVEQ
IKDLNGTFERGVEEIMDGDIICFQRCEHDVLSTSELPTVADYFRDLHNRVEVLFCDKNFPTDPGFCVNLSLRMNYMQVAK
AVSAHLEIDPMMLQFFKGQSYRDAPGNPLRCTYEGTLRDLLLYYKPRGPKKLYYQVLSIPIDQLENKRQFKCVWVANRFK
DERELVLFPNKDGTVSDLLNEAREQVDLQPDGTGKLRLLEIISSKVFNVIGNDVPLEHLTNQAQRTFRIEEIPEDEIELG
KDELLVPVAHFSKEIYQTFGSPFLIRITDGESITNFKERVKKKIDIQEKEFEKVKFAVIHMGRAMYLSEEADKPISLKDF
LPQAPGTQSISKPWLGLDHLNKAPKRSRYSFLERPIKIHN*                                       
>Adig_16497v112846                                                              
MDKLDRQERLERTASMAYNKGLINNPGENNCFLNSAVQVLWHLDVFRRSFREIKGHYCMGQSCIFCALDFIFKQFQYSNN
DALPPDGLRIALAVAFKNQHRFQLGDMDDAAECFENILCHMHMLVARNEKDDACTAKHCISHQKFAMQIIEQTSCHCGEL
SEPFPFFQLVHYVSASALCAKAKNLKGWDNARQIENHFGVLLRRAGQDTRECQVSLAILSASSVCYSSGVSVGLIWDSES
PDAEHIADVLHCIGTTLKLSDLYHRVCDDNAKDACLQLVGLVTYYGKHYSTFFFHSKLRTWIYFDDARVREIGSDWSLMM
EKCRLCHYQPLLLLYANPRHYVDRISSLLQEAERYLEKSENCERKRDFVGALSCCTEAAGYFLRVTEENGVDHRTINYAS
RKRNDCQTKARLLRHYVQAPPTFDNRTPSVNQPKQRAEEVLRQQRHREEMNIRQQQHSQAAPPPYSSLQLRDRPHPIGVQ
RVEELPVTTSNQLTQSKKYWEDQYGVSTLPLKTKPRSTVYSSGHYVSKPQLDKSGLSRELAGVCTQQIKPDSMCYSPAHY
DRQNDVAARIKGLDLHSAALLPQENHAVVRSVAENRAKMSENPNSRPSAPTRRIATSVYIPQSNSSSASQQPNSMSHSRI
VPSPSYDPTIYRSSDSRNAAQVGASRSSPKVYYAGNMALESRDRPVSPARSANELDFASSSRGYVERRPPNYVPAPPYNS
HHQLKSHSTSCLPEDRLVQTVTALDQ*                                                     
>Adig_16726v113053                                                              
MARRQANRKQPSNVLKQAWDWVKFTEPENITPQNVESAYRITSTSCIRGNCRRNCKANPNCFNCLGEKFWLGEIKDDYWL
DCEDPENERRAENSFVGLKNLGATCYVNTLLQVWFHNPVFRSAMYKYTTPRSPDSSLKSKNSSSEISTALTDSQETPVNS
ITPSLPHVNHQTADSNGETPGKDCCAAKIPEKNYRVQKQQDAQEFGKLFTSLLEETLSQQTDPEVRDVVQNQFGGRYFYI
TECYSCGNKSKRLSRFYELDLNIQGHSSLHQCIKEFLKEEKLDGDNQYYCACCESSNLVYELSAVLMHFGVSAYSGHYVA
HIRDKKSGSWYKFNDEDIVKMQGKLRLSQDEDTADTSIKPAKRPKCAKGYHVSKNAYTLVYTLQGHRDVAISTEDFMDEE
FEVPPHVQELVATDNSRFEDWVRQVKDFRDALVFKGKAKQAEIRKLYEEMPVSP                          
>Adig_16805v113130                                                              
DNDVDMYSDSGDDSADGKPLNVDTREEQVDRKWDKKAKQMTANVNSVDAEDVSVSVEDEPMSDAQSEHNDQCYEVMDADD
RALIKEEKPVGQTANEKGNHSLPLEQPPKLPKVTESTGHYVSFAKNYINGKWYEFNDSWVSEVPDSYVLNVEAYVLFYRK
SSEEATKERQMVYNLFKDSQPNESRYFVSKKWLTKFQSCMEPGPITNSDFLCPHGGVNPLNIERIQDITTALPESVWSHL
LARDINTTNSLIRDPHNGQPTVGLIALDRAFQRHCHGDTTLLCLVLGGCDSKTMLKAAVLALVIAVVFSAKAVPHMENPP
GPIDNSNILFMKGNTRVLRSNSEHGQLSQETWRFLYDIYGGGPVFYTEGKKEVEEKQDQKEQDEQLQQGQSHY*      
>Adig_18271v101666                                                              
MFQSRSASLGELHGGHGAREGKELEEANLERSKSSKQLTAKKKSFRFGSKDSVGGKKLSRKPSMKSVSNMVHKLMFRVSA
VQFPSSSAYSTSSIGKIEENASYKKKSFDHYEEISSRIQRSRSAEVLNVSGLKNHGNTCFMNSIIQCLAHTDLLAEYFVM
DQYKEDLKLRKGQTKKFGTRGEVTEKLAILLKSLWSSQYNAQISSDFKSIVGKYGVQYRGYAQHDAQEFLLWLLDKIHED
LNRATKRKYKANKESIGKPDDIIALEALSNHSRCNNSFVLDLFQAQYRSSLKCPKCNQQSNTFDPFLCLSLPVPQKETRP



IIVTTVFVNSSRVPLRIGVTVPINGTIADLRDVVSDMTGIKENSLILTELYHDGFHRTFNDKQLMNDIHEGDNIYAFEAP
SGLFPEIDARGPQRPVVTDGSDGPIQDTAVILIANCQIAGKNGPCKRFGLPFIVRVLRELSYEELQAALLKAMSRILIDD
YSSEAVQKQSVMFRLRVANGLPGKSSLAPELDHPLYQATVDKALMSCETGCGPQHIKVIAEWEPETRVRFVKSSVIQERP
EEHCTVREVESFHSSAHHVELEDCFTLYTKDEKTDQQARHTILFNGLIRKTQPTITGTVERM*                 
>Adig_18636v101729                                                              
RILFNAVESSLVGTSCQGLIRKLYRGTLITKVICKECGFTSEREEDYLDLPLILSGCSSLEQSLSMSYIVKESLEGTNQY
KCGSCCRHVDAAKGSKIRKLPPILTFSLLRFDYDFQRGERFKDTKRFSFPSELNMSEFCEASNELQNQQYELFSVVIHSG
SCYGGHYHVYIRDVEGLGLWHEPHMSRQAGISWNKRYKSQYGPLTKFLKTNSDIFSFDESCGGVSLKCDVSSVSAGLREE
VEGMNCQLKKQREEYELCLNQIHVNIRFGKHFTVVDGILRMKEGTCSEPRVVAIDRRKSAANLVETLRKLYAFADKEASN
HSTVHIARHLPAGLHLFEDVTKHPEKSLVQSGVCDGTDLFLWNGKEAQFICSVLEFCSLCCLIPLNVIFPGKTSDSVRLI
ADLDGQTLNEIGIQDGDRLIAEKSGEIPPSTQSTAEVTSTKNEEQSNFMTFVVENRCLVTKAEKDGNSCNSWPLFTVKVI
KEETIGQLKTKVLQMQTDNQESKDVQCRFRIDDDFEGLGPT                                       
>Adig_19026v114997                                                              
MHLWGDTQEKEIAYNVYSQQTEFAPPIPHLPPLPIDDYSVPLSSFPLPMSNGALFSDWPEQNMVFGDRRTPAIDPEILRT
MVVRHSIGYAPNPGTHDDPGSIIPKHYRRVEIKYSKLGVEDFDFKHYNRTSFAGLETHIPNAYCNAMLQLLYFVEPVRVG
FQNHLCHREFCLACELGFLFHMLDMPSGQTCQSSIVHRLFGSDVELLIRCRCGKETKRESTTLLFNLEYPELPTDPPTKA
EEKSTLQSSTRACRYGSTCARVDCKFRHDRHSTEDGLNETADEDEIKGWIPLAIKTSFDSTGSLHITKVDNEVKK*    
>Adig_19132v115071                                                              
MEEPRNRYILLQDRVGEIMERSMLTLGFGTKSTPTQLLKGELLEALPENEQPGDSTKIALGGIDRKLRVECRMEDVMKLT
GKEVDLLLAISSATSRYQICFDRKRLDFGKRLKSGSQVLVSINGVSKKLPGVVWFTGELPNSTGTMFGIELHKNPGFGTS
DGTFRNKRYFRCAPDSGVFVGLDKLAPFEDDNNYSEFRTPSKSPKRDDHGQVNFKAKLDTVLPSLFKGKSDLKFPQPRHF
DALKIDQRVVTFCDKGAPLRGTVRYTGDVEDSSGYVQSIVGLELDKQLRDLKMQERRLDREIPTRSLSYPREASDRASKG
TVRRANSFNSAAVIVAAGESSKTDTREFIEKQQQLLDGFKKSPFSDEDVTMNDDERTDSASFNLNFDDKHFQISVSHNQP
ITTQPGFSEAGYYDYVNIDEDGNEEAWNSYNKAGEYVTAMQLDPEIDQYPRQHAPEVSPGRMRESEIRSSLSQEPSVVAG
SHGEGQQIEEVQGIEDQKTVEVPRGFELGTMVEVPTHTPGQPTFGVIRWIGYLPQMKDKLIVGLELVRKAFGSSESSIIK
GITGPPEALREEFCGNMRGLQGHHNSCYLDATLYSMFAFSCVFDTLLLRKRRETDLPEYDDVQSVLREAIVNPLRLEGFV
RADRVLHLRKLLDKLSSTAGLINEEKDPEEFLNSLLKQVLKADPFLHLKSRDSSMKDGEGAYFYQIITEKDDSVKIAQVQ
NILEDSFFSADIILAEVPSCLILQMPRFGSRYKMYDMILPNLELDVSYIVESVPRVCNMCGQKVAQYECKTCLQTGMFND
EDNGITSFCSECHQQIHINPKRRDHKFRPILVPRQLIKQTEEKQFLPGKQKMDLFAVVCIETSHYVAFVKCGTTPDSPWC
FFDSMADRKGEKNGYNIPAVTPCPEAVEWLSKDPKEILAAKERGEVPDKVRRLLGDGYLCMYQNLDMTMYK*        
>Adig_20461v116094                                                              
MAIKCLHSDHSSSDHQQKCQKVQDEQVQGSAAFEGKVAQQETFDLLHLKNDWYHKGSQGEIVVHLYIKDLNRQKLDVLLY
EDELQVKFCTGNKEFLKMHLGTSASTLFSWTIKLREVVDLKACRFRISKAFLEIFLKRKTPGRWSGLEKPNFPVKKENAD
GVSKDRPFRHLCSEAAAEGTVLPSEEELCNGVHEKLEKDSGEVESTCDQNTEEKVISNGTSRPVQTSDSSLSSEPTNADE
SEINLTRTDEQIGEPEMCDLELTRNSRSDLRASETGGATNGFFKEGDTAMRESEENDCVQVSSSQEVTATSTAESLTMSF
SSLSTTVQPSTSTSTLSSVPSFDLNNAPAATVEGAIPLPPPIPPLPSHSSPGQNCSNSGSHAKTGVMGGSQSDSSHLPFG
EAIRAAASKNLAIVGEKVCQFKGYMQQDAQEFMAFLLDGLHEDLNRIKDKPYVEEVEGAGKPDAEVANEAWRRYRSRNDS
VIVDLFQGQLKSKLTCPVCNK                                                           
>Adig_20912v116437                                                              
TDPEVRDVVQNQFGGRYFYITECYSCGNKSKRLSRFYELDLNIQGHSSLHQCIKEFLKEEKLDGDNQYYCACCESSNLVY
ELSAVLMHFGVSAYSGHYVAHIRDKKSGSWYKFNDEDIVKMQGKLRLSQDEDTADTSIKPTKRPKCAKGYHVSKNAYTLV
YTLQGHQDVAISTEDFMDEEFEVPPHVQELVATDNSRFEDWVRQVKDFRDALVSKGKAKQAEIRKLYEEMPVSPGGKMVS
RSLIIYKIPHHSTL*                                                                 
>Adig_21161v102401                                                              
MECTHVGQAVKVSSQLIQKIRKEKSTQWTCSTCRSTKSPWICLRCGVINCGRYVSGHAKAHHEDNPQHSICLDASLAAFC
YACDEFVINDTKSGDIQRVREIMLERENRKRHLQDSSSPERHKKTSKVDQENLGRVKFLPGLRNLGNTCFMNAVLQSLSN
IQSFSCYFKDLPAFQLRTDNSCGKQPYFTRSRKTDEGSVVEELRKVLCALWHGGGVPHSPDALFSVVWKVVPRFRYIAVC
KEENPKAFLFDLAAVVVHHGSGVSAGHYTTFAFHEGHWYNFNDSTVTRSDEGHVSGSKGYIFFYTRRHPNMAILDKIRK*
>Adig_22054v117325                                                              
MGANASQLEKEIGPHEFPQNEHYFGLVNFGNTCYCNSVLQALFFCRPFRERVLGYKPISKRKESLLTCLADLFANIASQK
KKVGVLAPKKFVARLRKENELFDNYMQQDAHEFLNYLLNTIADLLQGERAKEKEKEKHSSTSSVSSKSSASSAGTINGGS
SIQNGKMEPTWVHDIFEGILTNETRCLCCETSDDAINHGKLYDLVAVVIHCGSGPNRGHYITIVKSHGLWLLFDDDIVEK
IEAQAIEEFYGLTSEIQKASESGYILFYEARG*                                               
>Adig_22068v117339                                                              
MHTGLKSRLVENIEKKSATLGRDAVYTKTSKLSRLPAYLTVQFVRFYFKEKDAINAKILKDVKFPLSLDVFDLCTEKLQQ
KLMPIRAKFKEIEDKKVEEAAKRKKEGGKEPMDVDKKTRLEPFSFPDDVGSNNSGYYELTAVLTHQGRSSSSGHYLAWIR
RKGDDWVKCDDDKMSNVTSEDILKLSGGGDWHCAYVLLYGPRRLEVEDDN*                             
>Adig_22967v118081                                                              
MPYSEESLIFGDFTTDEWEKYFCNTVSQTGSSRAVEFLFDLEFSDTEEQDASFKADPRTQSLTSDIPASQNAPTGPDDSG
VEVGQESEQESASGKAVHFSNNSINLVNDSAFDKKEEQEPLDRIIQTNTGHIHFGQKSIVEDHDKEKKRVKPSSSFIVLS
QSDGVPCLALTIPDQHMEKTDNERSHKRRRRRRQRKRSGSVSSSSSECSEKDRITLNSPGLFPKNNTFGSVLSSEGVAVE
VNASNLHANVFHSTQENNFCDKESSSPRHSVSSSDGKNRKSSSSTDDTLNSSPVQSDTDISINDTYQSSEKQWDRDLQRS



ESQTSTSTNQEIVENKETPKLSSWADLFKCSSSKSSLSIAFKAHNTVGTAKPHFKKTEEDQLAQTVIGVEEDKYAKQLAD
SLQKQKFLYNQEAFIPRGLTNKGNWCYINATLQALTGCSPFINLLRQLPFHKDKGLTSTPIIDTMLNFVNEFKEMPVKQG
NSSIKLKTDFTIGQPIEPFYVYKMLSTIQSSLSVKGRQEDAQEFLSCILNGMHEEMLQLAKVTSPSSIDKQIVEGSIDIA
NETHLAKQSVRPGR*                                                                 
>Adig_23075v118181                                                              
MLAALLKPIGICASYLNAKVLSTVFSDVFEKTLQYIQELTNDDMKQKAVGDVFDLLTTLKLLCMRLWQNNVSGVDELRLD
VALKMLKSPHFNAKMNSLKEVHKLIDDCEKNRNAKVKISQDVITEWLLQNRVLSIAFESMYLLKFAHCKVGKHPTEVDNI
HNILSTAAVRFNSNQLEHLFVLIQQSWGAESDRMKEKLLVLIGRIGKEARVGKIPTKVLDLLWSLSHLPSLTTELVEQAL
RSHIEILSDSCAVKEQIKKNYAIKCVEDIKKGVLIVPAIRQLLKITRGMVRQQFNKNDKRSLPYSIVFIILLCQYTQFVS
IWHNLGWQGWPSGFACFREFMNNVNLNEHRIKETGSSHTVNKNALTVEKMELVGLDYLWRVVLEVPSEEIAMLAVEKLME
FSYTCLSSKLKKDPVNIHKKFILECYKRLEDLHAGPRTLLPHGASFHGYPININVSSDLPRQELMLQCHSNESLKSLRHR
IASRLNTTPEQIQLSTSEKLLLPSKDQKLLYQLGFEDDQMLFAKVSVSGVTTVPTKEEAESQEAMRIDEASASGSNRQTF
ALEQEKMMPGVIMATECKAFDKLYQLAELEEPSITVRVQRLLMLLPTDPDVQEGLESIGQQFSLSCSPGSMDDRMSSTVN
LQDMFKCVTPGMSPFRILYNLEVLSSKLMPTLNRDGGANARMFKEHFLAAGGLSIVVNILQKDMFPQDVDTEIRRGCYAI
CLQLARFLLCGQSSENSFTAPPSPPHRERATIALSPVAMATGTMDVDVDSLNNSGVEAKRPRSSSMIDDVHPSVRVAIET
MGRDDFAETIACFMRVAWAAAAGRINLAGGRQRLSSQSSDDEGSAFGGGGSDTESVKSFKSSVSNGNPSEVTNKDVVIVG
EALQLLVLCLQLRTQLMGVFYYLPNVNDFIVEVLVGSLNSQVRSTALEQFLIFSQTPVGDPKLQTPNHFLLNVMLTAPLP
LWTTAYVRGKNHRLQSQCSQFFDLLCRLLEFLTGEKLTKDILNDFLFPASKLIFDTRSATSKEMVIDVQPRCVAKECQVA
ALELLVELAEDCSENLFFIVSQLISMHHIGDPATLKEWEPVNVREQQDAFEFFSNLTDQLDEFLKNAGQEQVFKKTFCGM
FADQKICKECNYRYEREEAFHSLQVTVKNHKLEDSLEQFVNGEILEGDNAYFCEKCNERRTTVKRMCIKTLPPVLVIQLK
RFGYDWEAGRALKFDDHFEFPWVLNMEPYTTEGVARRESLNTTQQQIDMDTDNGIIADLDMAASNSSQQSDLPRRRASIA
APEIQYELVGVIVHSGQANAGHYYSFIKDRNVVNGCKTSCKWFKFNDIIVEEFDMNEVTLEAQCFGGTYKANVYDSDGLS
QLTALLQKGERKGIFKDKMPATIQRVVHTENLQFMQNRDVYNEDYFRFILNLASCNTRITSSKKQSILSVSSLQLAVNFL
FNTYFRTTKKLRSHTEEWCNCIETIVKHNCEACSWFIHFLVNERGKGYVRPFLLECPSQEVRFAFAKILCITIEACISHG
LESRHLGMLIENLLHMCDRDVVDNHKSCSEYFWLMNRYATMNWKTCKHLITKEAFTKFLVFLVGPNADTGSNRRWSSIQA
QEFTYLYSVLATLVCSCDVSTQLTVEPTSLRPVFLDKASDHPLIPMPPPMEDAIFGVNNDIFLREMSAAICDVMVTSQQI
TNMFVHCSWCNEHFSMKVLQHIKILLATVDMKNLVGALLVLLMVEDPLQLLRIKCIADEQGDGVLAVIKSSNSTDSRRAY
QCIKFLVQLANKCPQAKDYLLQNSSRWQWAVQWLKRKMNEHYWAPHTSSSNEHSNSRTFQRTSSAADTLAEATALLTELE
AKDGEVTTSDDVDDSESKFTGEDWDKEVMT*                                                 
>Hmag_XP_002160338                                                              
MNQPEKEANKNDDFELNLLSTSETVEISPSIESTVANIIEDLKITDQTENDSVVLESDFDEKGIPIFPNDLLVKLDEMVN
KTKWIIPVLPKAELESLMNAAIKLSKKGLDTKSEACQRFFSEGMTISFTKVLMDDAVSTWKFEIHKCILKNTEKLIELCV
VKLEQDWFPLLDLLAIALNPNSKFHLFNSARNHEFTPGWLVDLVNQFGDLGGFHKLQHRICDMGGLNAQIVCALIKPFGL
CAEVLTEHTVEQFLLPVVKSIKNFLDSITDEILKKESKNEAKNEAISVIIKSMKLIVSCLPGQEELCKQFEELRLLMILR
LLQVSPFNGKMNALNEINRVISSVSYYSNHRHNNYEEDEYLTNDMVAKWLQENNVLVIVLKDNLHQPQYVEKLEKIIRFT
IKSKTLTVKDLDTIWMAQLGKHEAIVKNVHDLLAKLAWDFSAEQLDHLFSRFQAGWNSANKKQQEKLLELIRRLAEDDKE
GVIAHKVLNLLWQLAHSDDLPTDIMDQALNAHIKILDYSCSQTQDRDNLKIHWIDLCVEEIKVGSWVIPALKQIRAICEL
FYENGNQVSNHHILYRNTVVESIQNKHAIVSLVAENLTKYMSKIRYWKRKDEDYDTSIIPEELLPDRRYPHVRQIQERLD
FLRFILNDGKMWLCQPQAEQIWVCLAINSVFPVDQDICFKWFSVVMGDDPDLDPDITRQFFENNVLKTDPTMLNEHGLKC
FERFFKFVNLKEGYLQKKRNGAFVLEHTQLIGYDYLWKVITQASVDIVTQAIEVLREIYTNIGSQLKQSEIHSMFIKTCS
DRIHPCEEIMCNTDYNTPTGKATMLEQARKVTACLRALKVYIEESDKNYCIERAIPAHERSARGKQICLYVRFPQQNRQI
EDFEVWSHSNESIASLRRRIYLDICYNNDVLNPTDDRKLISDLPIKDRGVFTIKLGSSSNSIPSSPDSSSDTSPPPTPLC
GDGPNVETEHLLPSVILSRTKFVQTLFTLGDLAMKFHLEELQNIVLNLLNICSSVSKLFLTTICFAHITVVAEALHKDSG
KDIAVSSAQHNYAIVLQQATQHIPNTYFEFVLRSISVKLGQALGSRATKYMPDINFVKVVQKICWSAAAGDVSLHQTDVI
HIHQFFEKHEELQKCASLDDSNLAKEAFEVMTIALTLCPPILETLIRDNSWHLFIVDTLLLCTSSTIRSTAAEQCFLIAT
KCCSLEKPLKFFIQLLFTVRDTKATEHSVQSQEYFNLLCRCSYVCVMQVFLCLYYASILVFFLLRCSYVCVMQTAYFSVE
SSHESTDDVLLEGHLGIIKELLQYHSIQKRYHIGCEEGGEKLIERLLNDFVFSSSRSLLAARRGVYLDQVHPMCKTQQTI
VAALELLISLASNCVPNLRLIAEYLTQIYYSGYDSPITEWEYQPPIGPRPENGFVGLKNAGATCYMNSVLQQLCMIPEIA
SGVLSVDVGYNEDDDNQHEKTVLNIDNDVTSSSSENKELVEKNKQKERQQYNKKVLCQVQAIFGHLYGSKLQYYIPHGFW
QVFRLWGEPVNLREQHDAYEFFNTLVDNIDEALKALGHNTVCSNILGGSFADQKICKQCPHRYSRETPFTAINVDVRNHH
NLIDSLEQYVKGDLLEGANAYYCERCDKKVDTVKRLCIRKLPKVLAIQLKRFDYDWERDCAVKFNDYFEFPREFDLEPFT
VEGLAKLEGEIIEEDIIDQANKTPFIVDDEKEKSTIYKLVGVTVHSGQASGGHYYSYITNRSKSSGKQSWYKFDDGDVSD
CNMDDEEELKNQCFGGEYMGEVFDHMMKRFQFRRQKRWWNAYLLFYERLDVASKTNRENSSSCGKLIMPSAIEKSVSQEN
IQFLHTKMQFSQEYFQFIRKLVLSSLSPQAHSSPHKPNDPARDELHFICLQLLSKFLFTVCFHTKKNIRGPANEWYETVA
VLVRQSPSLRRWFVIEVLLSRPDRIIEYLLECPVAEIRSAFGRIIILLAHLTRNDGCFSIELLNSPLEPWQVSDLDATKA
TISDYLMRTVIEVLHRESSENNPRHLLQYFQLFVMYAGIGPAERKQLLDLGVLLTFIRLALEEEFNNSVKYQNVESAKLY
SLVSVLIRSCDVTKYMNSAIKGEQCKPNPYLDSMATTPIMEIPSDVEGMIYTSNCIKKFLEESNNSEDTIQLIKFLSWEC
LSFSLIALSEVLFSISYAYTYELRPFLDILLHLLLMNDSWQEQRLKSAFNGVSDDREGLFDTIQRSKSHSHKRGYQCIKA
IVQLIQNCELAHQILMKSEELKAKWKSAIIWLGEELDRRAPSAYNYNNWSPPTASNENSNGYFLERSQSARFTYAKAREL
FDEAVFPSIGLSER                                                                  
>Hmag_XP_002162018                                                              
MSQHHCIFSANAEQLKITSATITPFILDKGGICKLLQEKNNQSKFVYSIEDSTNERKCRKCNFKVERDFKPIVKHRDCQF



TIVLNGESKTQLIGKFCNVSDCAKLVEIFENIKNISNLNNILLSSKENISSVYSSPNSVYCSTSMLSSTKNRTPLTPLGM
SKVAPSNTSIRDHTPSKSICKQRLFPSFSNERDNDDFVSATAIGGKKASSKKLFRFRNKQSLSNHISESKTALIGFSNLG
NTCYMNSILQCLLNIPNFFQDMNDPGNINIVPTKSLYHSLYNLGVLKYSLDTLENQIFALKQVKSVISEAAVRFSGYAQH
DAHEFLCQCLDQLKEDLLNNKDDSHLIDHNSSSDSDESSREKCPIKQNFESKIMHTVVCKNCDEKVFKTEVCHDFSLVIP
DFDENSDPSEQNLNQLIQMYFSDEVVEYSCEKCKSSTSVLSHQFKKLPRVLIFHIKRYDISESKRCDRVVLPKLIDMKFL
ATSNTALPKEYIFDKTKLWIKKPLLKNSSTEKRKTCETLDYEPLNKTSKMSLFPENDLKKESFMSSSKTKENTNDTFTKL
RNIDSKNDNGVFSPYSKYNTNSNNGSIGTYTDLDKKFEEFTTVSDDEEEDLKKALELSMKDFNNKQHDDDLRYESLFKYD
YVSDINSLSPSMEGLNEETVSLKYSYNLVGVVNHHGAHTSTGHYTSDIYDFKSDCWKNYNDSTVKDIKVHEVCYGRSHSA
YIVFYLYNACYKSIKNSFI                                                             
>Hmag_XP_002160677                                                              
MIEILRENFKYYKYWERSVGFDGKKVPIEPSFVRFMPTYTLRCLLVSQIGQFILCQPDSLTLDQYLYTVNNGDVPITSCC
VSDTYQGIGFGDAAGYVHLWGNRAEDDVLFNHSNQLSVFPDEVFYFLDVLRVSMHNHLCQREFCIACELGFLFYMLDVAD
GQTCQASNFLRTFRTLPEASALGLLVNENMSVSCNRSISQTIQNWNRFVLRQLHQDTKNTKENVEEKSEEKIDISYIVDA
ETDHDEAKQKVFTDEKVSKFECSSDIKDLFGMDIISNRTCKCGMDSERKATLFSIDLSYPEVTDSDTDDVYPFVKILNES
IVRKQSTQAWCESCKKYQYSGIFNSRPPGSEVDETINEKSKHWLPTLIQVKHNKETQEVKILRHDEESNEAEGIVYRLIS
NVCHIYDSSFGSTLVAHIKVGKQYHLIKEGKEQDHWYLFNDFAIAPISENEAVTFNLSWKVPCILMYARQDIDTLHNIEI
KQKFDSSLLFAERSLATRQARFSRNFTPLNSTEILKEGDIVGVDAEFVTLNQEESEMRRDGTLSTLRPSQMSVARITVVR
GWGPLTGVPFIDDYISTSEQVVDYLTKFSGIKPGDLDASMSSKHLTTLKLAYQKLRYLIAQKVVFIGHGLKKDFRVINLV
IPRDQVVDTVELFHIPKQRYVSLKFLAWHFLNIKIQADCHDSAEDAYTALKLYEKYRELLRAGEWVLEEELEILYDTGRQ
YNWQVPE                                                                         
>Hmag_XP_002168139                                                              
YIYISICLSLXXXXXXXTDLNGVEVKRWSLPDITLPINAQLSITAVLTLQGATVQDTIQAWQEKRNVSRHAMDLKQLNNG
VKVFPRGWKCAHCNLTTNLWLNLTDGTILCGRKYFDGSGGNNHAADYYKQTGYPLAVKLGTITAEGGDVYSYEEDDMVED
PKLSQHLLHFGINIDQLKKTDKSMTELEIEANLSLKAEWDAIQESGKKLVPLYGPGYTGMINLGNSCYMNSVMQVLFSFK
EFQDAFALPSEQIFETSQAIPPLDLNIQLAKLGAGLLSGIYSQPQYENQDQLGVRPQMLKSLIGQGHAEFSTNHQQDAHE
FFLHLLNKVEDNLLTPLHKLFSFQFEERLQCMQSNKVSYSRRTDMVLSLPVPLHAATNKDEFKKFDEKYKEAKQKKLYTE
PNSIVRLKVPMSACLEAFIADDIIEGYYSSAVKANTVAKKKIRFATFPQYLVVQLKKFTAGDDWMPQKLDVMVDVPDELD
LNHLRGNGLQPGEELLPSEELSAPGPTANEEYVSQLMNMGFSFEVCKKAVILSNNQGIEAAMNWIFEHSEDPDFESPIVQ
PSFSQPSSLDPSAIDLIVSMGFGKELAILALQKNQNNIEAATNWIFSQQDEFFPTQDCDPTLPIEKANESEKDISDATDG
NLNDGKYRLIAFISHMGTSTSCGHYVCHIYKDNRWVIYNDRKVAISEKPPKELGYIYFYKQITNV               
>Hmag_XP_002162819                                                              
MATYSVHVKWGKEKFDNVEVNTAEPPELFQAQLFALSGVPIQRQKIMGKGKTLKNDSWDGFTLKDGMTLLMMGSNELVPT
PQLGTKFIEDMSSTELNKASSFPAGLTNLGNTCYMNATIQCLKNVPELKQALERYDGKLNIGSIMSMPSDAITISLRDLY
NVMNKTSAAVPPIMFLQVLHAVFPHFAEKSEQGGFMQQLDSSLKCDETDLEAETTLTEHFYQLSCFISQDIKYLNSGLKS
RLKETITKASPVLGKDALYTKSSLISRLPAYLTIQFVRFFYKEKEKVNAKILKDIKFPMTLDVFELCSSELQEKLKPMRD
KFKEEEDKRANEKLLQISIAANNKKLPFEFSDGRIFKMLSRLVFLQDIGSNNSGYYELSAVLTHRGRSSSSGHYVAWIRK
QEDEWLMCDDDNVYAVTSEDILKLSGGGDWHCAYVLLYSPKSLIVADEKNDHH                           
>Hmag_XP_002166763                                                              
MKEKDEEGKESTQLVGTDEPAKENHLNENIKDVEMADEDHCRAEGLITFEVHNVSKIKETVLSEPVIIRNLPWRIMLMPR
YSVNQSNERSKSAGVFVQCDPDSDVASWSCQAHAKITLKSHKGEDVVRKISHLFFAKENDWGYSTFVPWNDLIDVHKGYC
KNDIITLEAFVQAEAPHGVFWDSKKLTGYVGLKNQGATCYMNSLLQTLFFTNQLRKAVYQMPTENDDINKSVALALQRVF
YDLQHSDKPVATKKLTKSFGWETLDSFMQHDAQELCRVLLDNMEMKMKSTVVEVFVLFREEPFYDIQLNIKGKTDVIDSF
TEYIKAEMLDGDNKYDAGQHGLQDAKKGVIFRHFPPVLHLHLLRFQYDPQTDTNYKINDRYAFPESLNLEKFLEPEFRAN
APAPIYTLHAVLVHSGDNHGGHYVVYINPRGDGKWFKFDDDVVSQATKKEAIENNFGGFEDEVVLRHCTNAYMLSYLRTS
DLKTILTDVGEDCIPDHLASKFSEEKRLEVQRRKERSEAHLYMDVHIITEDAFYKWSGNDLFDLDNNKTVYEVFYLEMIL
FLILHEGYTASQCRLWPIQKRANSTTRPAMVELRNEDKRRFETPDDIELFYANDQDPTMLAFLEMLSPDSDCTSLPDFDS
SNEVILFFKYYNPKYKTMSYCGHHYVNLQSTPSSLFPMLCKRAGLPQGTKLLFYEELKAGQTECTETDKKFDEVVHDLMD
GDIICFQAVEKDLTCYELPTPVEYFKDLLHQVQILFCDKTVPSDNGFIETLNLKMNYTQIANAAASTLGVDPLKIQFFKP
QIYRDQPGNPVKCSFDGHLKDLVCSGGRKGPKKIYYQVLTMPINELENKVQFKCTFINADLKGELVILVDKNGYVHNLLT
EAAKVVETIDTTALRLVEISASKIQRIVPSTTLLDSLVQQSQKNYRIEEIPREELSDDNHSLLVPVMHFQKEAYTSFGTP
FYIKISE                                                                         
>Hmag_XP_002158169                                                              
MNNEYSTEDDDLIEDLRQPKSKSDKTRLESRLSISFPSKGLYNAPGDNNCFLNAAVQILWHLNVFRRSFRLLQGHACLDN
ACIFCALKRMFQKLQDSDASAIDPDDLRQSMAKAFVDEHRFQLGRMDDAAECFENILHRLHCHIANTESEDTCAAKHCIP
HQKFASHILEQVLCKCKATGEPKSYYQFVHYVSASALSENLQKDVSNPNVLVDLLKSSVQSGETKACPDLKRCSYRSSCK
NTTLTSTTLINCPDVLTIGVIWDTDSPSSSYIVDIFDNIPDHQCKHLELKVVGVICYYGKHYTSFFYNSTEKQWIYFDDA
HVKKIGHSWTSVIEKCYRNRFQPLLVIYANFNGSPVDISNAPTSVNIMSKEMLLSKPKSPPHRKQKRKTKRGKDSKPNGH
ESSRSKSLSVNKTCQISNNDFSLVLPDSPVKENQEVKSSRSNKANEVINPAYRSDVSLPGSNAQKSQYITPTVLNDNIQQ
KQEAKLVVHQKTLSSLESKMNRSSSIDVLDSAHIQQRNSLNKKKSTRPKPNETINSAEVLESCHHQKQKNKVDVLNSIAS
KKILTSSFSSTEVPESQHYKNLLEARISIGSKSNGTSSISSTELKNYELYDNDDDLIDLQNDTDPLLNNSFTNNDGRSSD
RKAALPVLAEKQAKLTSDNFEISINADITVDPDVTKKESLTKKPKLDFCLKLTEKYERLVTDFYFSSVLNGWFCKTCTSF
ATHGGSRAFIENPRMFANHPVERSSAHLSSVQHKNPIKNKQTFQELSKRDTDVWKMICENNLA                 



>Hmag_XP_002161332                                                              
DTKNTKENVEEKSEEKIDISYIVDAETDHDEAKQKVFTDEKVSKFECSSDIKDLFGMDIISNRTCKCGMDSERKATLFSI
DLSYPEVTDSDTDDVYPFVKILNESIVRKQSTQAWCESCKKYQYSGVFNSRPPGSEVDETINEKSKHWLPTLIQVKHNKE
TQEVKILRHDEESNEAEGIVYRLISNVCHIYDSSFGSTLVAHIKVGKQYHLIKEGKEQDHWYLFNDFAIAPICE      
>Hmag_XP_002154564                                                              
VSCDKCAFVSHTYEPFMFLSLPIPYAMERDIECVTLSSLTKFEGLSEPGYSVLVNKDGSLKDVKDKFLKMLTTDDSSIIS
QNVVLAQVINGGNVNILDERTLLSYVNFKKDLYAIEVVQPSSCTKYLDCDNVTNESIGKPDTKSEVALSWHVCSICLEEV
FDEHLTIHPPCGGMICSSCLEVTVQYYQNENFACPNKVRSLLVKIPTIHQTKLNQVLVLQHYYPKKIAKEVAITGVSKNI
SHRNMMHLLSDIVVTSSGSLTDFPLSESTIRRAKKKAISPSAAKYREDIIKAASQSKFPIIIHFDGKILQDITNSTKQKR
DRFAVLVNIDGDLRLLGIPPMENGTGKTHHDTLINILDEYKLRTYIKGLHVYELDCKHFWEKVHISKTYAPENLMFKVFQ
ANWNAITETMDISKFKKYDKAAVKGTYLQEQIKELLNFAISSAPYQDLNGYWQMVQYKCWVESYDAGANDVLEEIEEICN
HQIVSNDYKQFVEPGSNDAINRKVLVPVLFRRKLDNMKLELFGHPTIFSLYSQTDSNFIGNLVQSVVLSLNSSSNFDIVI
TDAAGIRCGLCEQRDTCTGCLISDSVKLKPGNCLTIHFNHENIDQIVQMDKSMSQRRNLNFVTLDDCVAKFSEIEYLTCD
CAWYCPQCKCNQPAAKRMTVSRWPIVLIVHLKRFHYKDGKGCKLQSLIDFPLSKFMPSVLCTNKTEQSSCPEYELYACIC
HSGTLNEGHYTSFAKHEDKWYYFNDDIYTQLEPSESNRDGVYVLFYKKAGFN                            
>Hmag_XP_002159615                                                              
MTCLHLKNFKENEGIVTFRTIFSNFVVCFSKDAQIRKAINMKCHQCHTYSNFLHACLHCVYFGCYSGCRHIIEHLEKKNH
ILAIDLNYGNIYCNSCKTYVYDKEFDAVAIEESDRAWQIKYSGKRKYVEWEPNGIEQELLRINKKRKILTYGSYIGLRGL
INLGSTCFMNCILQAFTHTPMLRNYFLSDCHCCPPEDSLNCLVCEMSDLFQEFYSGKKAAHIPFRLLYKVWTNARHLAGY
EQQDAHEFFISTLDVLHRHFRDDSSTPSNNHNNCNCVIDQIFTGGLQSELTCLACRGVSTTVDPFWDISLDLGDYNPALK
SGRRTPNILFDTTDAKIESFSSRCSEDEKFVPQSLTECLRRFTRKEKLGSEAKIRCSHCLSYQESTKQLSMKKLPIVVCF
HFKRFEHFTKSKKISTHIPFPEELDMTPFMSSSNKPRRILTTLIQDAGIPVSPMTVRRRLKEQGFRCCRPAKKPKLTLAK
QQKRLAWAKSHRHLSVDNWKNVCFSDESTIQILMNKSQFVRRRAGEKFHKDCILERVKHPLSIMVWSVISGHGTGRLYIV
EGTMRQDQYIKVLDTILVPQLKEWFPKNQKFTFMHDSAPCHKAKKFTEYLKAKKIPVLPWPGNSPDLNPIENLWEIIKRE
IASEMITNKIQLIEKMIKVWHNNIDIQNNAIKCIESMPRRVEAVRRQRLYLDVKIYSLFAVVNHQGTLEVGHYTNFIRQK
KGEWFKCDDGWITKSSLSEVLNSEGYLLFYHKEILDYE                                          
>Hmag_XP_002163801                                                              
MKEKDEEGKESTQLVGTDEPAKENHLNENIKDVEMADEDHCRAEGLITFEVHNVSKIKETVLSEPVIIRNLPWRIMLMPR
YSVNQSNERSKSAGVFVQCDPDSDVASWSCQAHAKITLKSHKGEDVVRKISHLFFAKENDWGYSTFVPWNDLIDVHKGYC
KNDIITLEAFVQAEAPHGVFWDSKKLTGYVGLKNQGATCYMNSLLQTLFFTNQLRKAVYQMPTENDDINKSVALALQRVF
YDLQHSDKPVATKKLTKSFGWETLDSFMQHDAQELCRVSYIQCSNVDYYSSREEPFYDIQLNIKGKTDVIDSFTEYIKAE
MLDGDNKYDAGQHGLQ                                                                
>Hmag_XP_002159948                                                              
MSATFLRSVRTEGAHGIYKLCLCGSQVGLNKVLNIMLNKLSDLVQLKNMSAEQLASLSSHKITNLNYKDYFWLLCRLINK
YNKVDGEDEICIRTAITEVSMYIKESKSCIDNGDYCLVGLLQVCTALLQHDTDFKLLPEGFGLMQNVFSKILFNLPSSIS
EIQEPHHEAKGSRLAAYELLLQLVSGCKEMYLELLTFFIKHHRPNEKNKNHCSYGWNYWPYEQERSSVGYVGLINLGATC
YMASCVQQLFMIPKARSVILNEEITSQTKHSAILKEVQKMFAYLHSSIRKAYNPKLFCRTYTMDKQPLNTCEQKDMTEFF
TDFVSKLEEMGPDLKELMRELFCGVITNNVISLDCLHVSKTEEEFYSVRCTVADMKNLYESLDEVTVKDVLEGDNKYTCS
QCNDKVRAEKRACFKTLPKVLCFNTMRYTFNMVTMMKEKVNTHFSFPMKLNMAAYTEDYLLIKNCDGGFLFIKYFYSIIK
FIDKNPSHWYNLAGVVVHTGTADGGHYYSFIRDRCSKENNWYLFNDAEVKTFDPMQIAAECFGGEMTTKTFDAMTEKYMD
FSFEKTHSAYMLFYEHCEMDKEIQTSHINLPKDLQELISEDNHQFLQDKLVFEPNYFSFLWQFCNNIPKTLSVSVTFHVT
KLAISFLLETLVHSREKPHIKNWVELIVHGFDNSQSACEWFLDSMTQDDWWLQQMFVKCPAQHLRQLAQKRHCPQQTSIA
FVAESQLAKKTEIMWPVDVVLSKHSFRSSVNTSELFTAMFSDIQIAKQFSCGKTLIYKSALILCPLLSRRVKMDLHVRYW
DSSLKMVKTRYFNSEFFGKAAAVDIMINFRKCMSGLEEDKMPQTKTFDAMTEKYMDFSFEKTHSAYMLFYEHCEMDKEIQ
TSHINLPKDLQELISEDNHQFLQDKLVFEPNYFSFLWQFCNNIPKTLSVSVTFHVTKLAISFLLETLVHSREKPHIKNWV
ELIVHGFDNSQSACEWFLDSMTQDDWWLQQMFVKCPAQHLRQKMSVKYKTKFEDHRLNDNNYKTMGTKXXXXXXXXMWPV
DVVLSKHSFRSSVNTSELFTAMFSDIQIAKQFSCGKTLIYKSALILCPLMVKTRYFNSEFFGKAAAVDNMINFRKCMSGL
EEDKMPQVSIDGQNVNMSFLSNLNAMRSECELRQYPLNHAAFTQFIVHSRALELRISDEDDIGSCSPITRFIKAILILLE
DIPRGYCKNLAELFHFMYQFLSFGHEESESIAEEEEELDLEDEDILSMFPEDKFYPNALEKMIGSIALLVEAARDGPELH
LSDSDLQCFTSTKVSPSAADQAKWQYSHFLTTVVKVNKEKFLGFKKESDRLDSFLSHGQVQVERGFSINDQLLDNNMLTG
TLVAQKIEVPFLCQIIMDGINLRQTANIIFHLSCYNQQMAEMIVHLILSTIQKLSIDQSQNFFKVLSLLIEVGENGLPGL
PSYTAIVLSKIWQVLNDSHYEVLKDSHYETAEYSPALTLDWISNHVSRNKEIHKFVIENMEKWVEKYLIIDPNPRIRG  
>Hmag_XP_002165294                                                              
MRERVPKGLSEGKRKLQMLTLKSIGANASSLEKDIGSEFPINEHFFGLVNFGNTCYCNSVLQALYFCQPFREKVLSYKPL
NKRKENLLTCLSDLFNSIATQKRKTGVIAPKRFVARLRKENELFDNYMQQDAHEFLNYLLNTIADLLQGEKLKEKEKEKL
GSLSSVSSKASGSSGYSTTTSQFTLKEPPEPTWVHDLFEGTLTNETRCLCCET                           
>Hmag_XP_002167244                                                              
MKENKAGNNVRTVGLRNLGNTCFMNAILQSLSNLKYFSGYFKELPAIELNVKNMDEQTKKYYTRSYQSDDISLVEELRKV
LCALWQQGSNTAISPESLFTVVWKVVPRFRGYQQHDAHEFMHCLLDRVHNELLTSKRFTNGCDTIISGIFGGQLQSDVTC
LTCGTISKKQEAYRDLSLDIPFKPKLKTSPGKKKTPSACQLIDCLQSFVEMETLDESEWYMCEKCNKKQPSTKKFWILRL
PNVLCLHLKRFRYSPLARTKVDTFVRFPIKELNMDPFILKTNQKTNRMSIKAHLYDLAACVVHHGSGAGSGHYTTYARHE
GSWYNFNDSSVSLTNEESIQHCKAYILFYTRQYPDVSIIERIKNNYV                                 



>Hmag_XP_002156309                                                              
LLGMLWDYWHTTDLPLCLLNQTVQSHLDILTDSTVIKAPVKLDYISKCVADLKSKTVARLEEIQSQYDLLKLITKSLVNC
HIQITSSISAGMLSGDTVINNLYTHAETVITHLKLIEFLLKNGDLYLSWSHCKDIWDCLMLNEKNCSGDFETCFEWFLTC
ISDLTSERKKELFVSRILSTEISKVKEVGFSCFKAYFEDVNNDERKLLKNGPSILVEKQDLIGLSYLLQLILESPYQSIA
DEASQYFINVSYLLLAPKMKKMDIRVIHQKFICECNMKLDLLMSQLNETEQPELQDIKVTTFKKPLPVKKIEEKYTAHRT
YPPHESCYHGSPVNINVTWETNKISFVLLSHSNERISSVRQKVVTKIKLLIEQKISAEQIQIYYNDQLLLESKDHMLLKQ
LLFKQPFCFSIKLGPVISSLDTHGSSKEEVHTKKLSSLLEKEKTLPSYILAMDCKIFDKLYQLAEIEEPRMTNALQNLLS
RLPTDNDILQAIEVFSTYNPWMSSPGKQAGYTKSSESVLENYFKCSAYRMSTFRVLYNLQVLSSKLMPVLDTDSASMTYS
FKENWLNAGGLSLIMNILLPDTLPSNADYELRQSCYYIILQLARFLLCGDSIYEDNFVSASLAENTADSSIVRTFAETTV
GNNTVSGNVRVESHSPGIATSTPIKVPNKIQIASSWPGVKNGGSPNTLNQISPSAATSSTSDNGTVRKRMRSTSVLDTVS
PIVKMVIENLNEAEFTETISSLMQVAWAAGAGQLQLKAHNKSLSSIASLEGPSILKSGICLQQDFVSDMDSILCKNSLEL
LVMCLQLRPNFLRVFYQLPDVVDFFIDLLTGSPSEQVLQVRSATAHHFLALAQTSLNDSLIPSPKIFILSTLMKIQLPFW
NSSGTIRGLSFKLLSQSQNYFNLLCSLFQSLSVKEQETIGVDANQLLKCELQFLSSSDCATDLLHGHLMFANTLYSCEGV
NCEETDQGFIRFLLDDFLFCASHLANNKSLSTVDLLDINMSYNNVKCRKEAFNLLLTLASKRHSNLQEIATDLQLRHHNE
LHSSEWNFQPSVSLRPVNGFVGLKNAGATCYMNSILQLLYMQPGIKEVSYKNVCQENILYHLQLIFGHLLESQQQFYSPE
LFWKNFKLWGEPVNVREQQDAFEFFTNITDQLDENLNSLFKKKIFNNLFSGQFVDQKICSECSHCFECDEPFSSLPVTVK
SGNLEASLEQFVRKEVMEGENAYYCEKCCEHRTTVKRTCIKSLPPVLVFQLKRFWYDWERNRAIKFDDFFSFPWILNIEP
YTLEGITKKEKESAVINSNQMPPMRIVTNTKQYYELVGIVVHSGQANAGHYYSFVKNRQNGNGAFEKWYKFNDVTVERFE
MNDEALKIECFGGEYRVPQTDSNSQYPENRIRTWNAYMLFYETMDKNRLPFVHSEYNSNEGRSYPGSPSSCCSSNPSSPG
SKDGLSLLSALIKKGERKGLFKDNMPSSIKRVVNEENIKFMQHKDVYDIEYFEFLCQLCSSSRSFDIGESHLNDTNDNVE
LCCLQLSVHFLFNTYLRTSKSFRNDISLESWCTCLKLLVTTSNESCSWLIDYLSDEKGRSYMLYVVLLKYNKLALQHLSD
LKTFQRFYNFLIGHKPLHNSEKSIRKWNNVQKQEIVSLYFTIALLLLHSNNTSKHVASSVFNCPPPQSLVIFCESLQMSV
DIEEYFYGKPGQRFLIEIIQTSLELPQLISTVVDILVYGCWCNMEYSLTFLSEILILLTEAPVNDLKSAFELVKVILELG
DGIQNNRVEIFIDGSTEHNICGILKLIRSCHQDDAQRAYLCVKFLVRSDNKLVRNFLLQNSIKWQWAVEWLKKKMSEFSM
WSARSNTSNDNHTSFQRTNSAQYYLMYNLTASGKVETYVTKSGKSSKVMSFKCIFCFFALGLLICTLSWLAFVRNVTTHM
QLMSEPIYISINEAQLSEKWSHEDELDVQDEGKFHVVTNLILVTHKHYSINLRYENNRIPDANQLQDRQTEIESTLQLNL
NNDKIAAVHVLYFHPAVAQYLLKLPLQNSKKLILHLTKRDPTVGINLDYIQSYLKHKPVILMHMDNFLGSGWEDVDFTLL
RTQRLVYALTRHSVTSKFPCNAAVSASCNPGTAYMGSHDAFVFHADRDFEKEMLQELDTGPNSNGIENVLIWYLREKMGY
RVINPCLHLIVYHNHCVPIRDIGRKRFNRKGKNGLAQFTRELT                                     
>Hmag_XP_002156339                                                              
MAMAPIPKKVGRPRKSLGNNVSIEAEETSIMGKQCASFLGWQQHDAQEFFSSLLDNLHEDLNQQCNFKEDCSSSINEKPD
TAWNAHIKRNNSLIVKLFHGQLMSKVTCTACHKVSHSYDPCAQISLPIPSVKHCFRVLFFPSKMDAIPLMIPLQVSTPNA
TVWHLLNMLQSYVKILPCFIRLFSGLSEIFTDQNIPLVSLFKYKYIIACEVVEDISLPVFQYVLNANSFVCCDFCYKREK
YLLTKLKRCTKCFAVSYCSRDCQIKHWQSHRFLCSKDLKMQVGIPFYINIKRNELTYEYLESSLKMRANISMNVNDDTAI
IISKDNFSEVILKGVCLIVEWQNSPEEKVLTKEDPVCEFYKTLFKETPLNEEHITLSDSLRLFMEPEKLDGNESWLVKDQ
KCPKCKSFQIAKKEMAISMPSCLLLLHLKRFSFGEYGEKITKTVSYPLSNFDLSPYVCKESLDRINYPLIYDLCGVISHH
GTMRMGHYTCMAKMFNHNDQEEGGWRLFDDETATRIKPEKVVSSNAYVLVYRLRGTSEILKVDRCPLYSSATNVFISDSP
LTKKKSELCSDESLNCISSFGKIELKELEQDTKNITSSDCNYRMDENINLDLHDTVKLQSSELNYDSNLIDISQCCATND
DSGDSIQNLIDMNEDELD                                                              
>Hmag_XP_002154631                                                              
MSSHHRCIFSANAEQLKITSATITPFLLDKGGICKLLQEKNNQSMFVYSIEDYTNEKKCRKCNFKVEHDFKPIVKHRDCQ
FTIVLNGESKTQVIGKFCNVSDCVKLVEIFENIKNISNLNNILLSSKENISSVYSSPNSVYCSTSILSSSKNRTPLTPLG
MSKVTPSNTSIRDHTPSKSICKQRLFPSFSNERDNDDFFSATAIGGKKASSKKLFRFRNKQSLSNHISESKTALIGFSNL
GNTCYMNSILQCLLNIPNFFQDMNDPGNINIVPTKSLYHSLYNLGVLKYSLDTLENQIFALKQVKSVISEAAVRFSGCAQ
NEAHEFLCQCLDQLKEDLLNNKDDSHLIDHNSSSDSDESSREKCPIKQNFESKIMHTVVCKNCNEKVFKTEVCHDFSLVI
PDFDENSDPSEQNLNQLIQMYFSDEVVEYSCEKCKSPTSVLSHQFKKLPRVLIFHIKRYDISESKRCDRVVLPKLIDMKF
LATSNTALPKEYIFDKTKLWIKKPLLKNSSTEKRKTCETLDCEPLNKTSKMSLFPENDLKKESFMSSSKTKENTNDTFTK
LRNIDSKNDNGVFSPYSKYNTNSNNGSIGTYTDLDKKFEEFTTVSDDEEEDLKKALELSMKDFNNKQHDDDLRYESLFKC
DYVSDINPLSPSMKGLNEETVSLKYSYNLVGVVNHHGAHTSTGHYTSDIYDFKSDCWKNYNDSTVKDIKVHEEDDEEQLD
IEDAHQQEELKAFLDDQLNDDYLLEDASFNQTSDEIEKNDSPSLMLNTDFPTETNIKENGFSFGLSEDYLQLRKSVYPFQ
QPFISELNNNAESYADVNSFSTEYLPKNSREQLEILYQARGRKIEELQKSLEEKVEEKEKEIRVLRHKLTMSSTEMEGLR
INIGQLNAVIQDHKHEINNLQGLVQNEQEQCRLLTNQIEEASEKLFVSDSTISALQMQIRELNQTESLSRARAHHESMLA
SMREKHEEEILSLKEKVDDLQQSLAWKVCD                                                  
>Hmag_XP_002157785                                                              
MMVSNIESFYESTCAAITTDKQISASAKKVLLEHIVFKEACKPDITDQLSSKYKPVNAGYMPRKIKSDSIVNNAIPKPSV
VLYPEENVENKWKAIQKVGPGLANLGNTCFLNSVLQVLTYTPPLFNYIMSEYHKQKCGTVGFCMQCELTNHFTKVFRGNT
NGAIKPMSIIQKLQFIGKSFRFGRQEDAHEFLRYVVEGIQKSDYVGKPNLDKFSKETSVANAIFGGLYRSQVKCLKCNFD
SNTFETMMDINLDVKDCSTVIQALQRSVCADRLEGDNKYYCERCRMKTVAQKRNSIYKEPNVLTLQLKRFDFTNMFGGKI
SKNVVFPEELDIRPFMSVAQESVVMQSSLKKCLPVFGINSLK                                      
>Hmag_XP_002169084                                                              
MTVNNTKDDGRDFELKEFNGEDHQNISKEQKETENDAIDSQVSDGKKCMAVNQTTEDGSEMDTKESNCENHEDTLNNQKE
TVNQSNEENNCIVVNQTTDDGSEMDMEMESNFENHQDTLNNQKETVNQSNEENNCMTLNQKTNDCSEMELDESNDENLLH



VLKKHKEIVNRAINSQLSEGDNWYLLDNRWYTQWIKYVDLEDPSALESSNPGPIDNSGIIDQKSGRLKEHLLERNDYQII
NEDGWIALKNCYGLMPNQEPICRKVVQHGLYMKEKKLEVYLIELKLCSFNDMDNIVLKSFSKVSTIADVLREAKKLLHIP
EETETRVWNKLMHNTYEIITRMESTLQDSTITSGQMLVLELKSKNGEWTRQTRNSYSSMSYEQHRTTKPGLCGLANIGNT
CFMNSALQCLSNTTPLTKYFLSNTYKHELNPNNPLGMQGKIAETYAELLHHVWGSNTYFTPRNFKMQVGRFAPQFSGYQQ
QDSHELLAFLLDGLHEDLNRVKQKPYIELQDDKGRPDEICAEEAWSNHTLRNSSIIVDLFHGLFKSTVKCPVCQKKSMTF
DPFCYLSLPLPIKKERNLGIKFIPLDTSKTPLKVKAIVPKLGNILDLTSAVGNLTSTDPNKLMVADVFGSKFHKIYEPNE
SLSQITDRDDITIYEVPFNLSNSKNENILIIPVYLRHTRYSYTSYGYSNHLLFGTPILVSVPKNICNAKDLYQIILRAMR
RYVKVPVNVEHTPISSEEDFASNKDSDSIEQISPGIEPSPNSTVDDESTEDMSDDQCNESKIKRDFLEKELAKDNQKNKE
KMMSEDVIPDFLFQICVVNMAGSQNIMQLNYNDDNPVNLNSHSYLAIDCSPQFKKYYSEKLAQETEEHDSWNAVCPPKKT
VNLNDCLDLFLQEEKLGEDDPWYCPQCKEHRQAFKKFDLWTLPKVLVIHLKRFSYNRYWRDKIDALVDFPINQLDLTNYV
INKNHPRAVYDLHAVSNHFGGLGGGHYTAYGVNCYDGQWYYFDDASVTSANTESVVSKAAYVLFYTRRDDPEKMNSSELL
TEDISD                                                                          
>Hmag_XP_002154405                                                              
MTESKKKKKSSKVSTESPVIECSHANKSVKYEAVCNSFRHLKLGYCKDCHTSNNEDSEVAMSTNICLFCGSQFCSNTSSH
HHALKHYKDNPNHFICINTSTWVVWCFDCNTSVPFTENYATLEKTINFLKRKIVTEKNLKSDIDVNLHIKNVQSVPKVEG
SVKGLKNLGNTCFFNSVLQNIARLDKLYQKMESSISKKFITLKVETK                                 
>Hmag_XP_002160631                                                              
MVEDPKLSQHLLHFGINIDQLKKTDKSMTELEIEANLSLKAEWDAIQESGKKLVPLYGPGYTGMINLGNSCYMNSVMQVL
FSFKEFQDAFALPSEQIFETSQAIPPLDLNIQLAKLGAGLLSGIYSQPQYENQDQLVNNFLK                  
>Hmag_XP_002169046                                                              
MICGISTLCRGSTTKRLKASFAIFDINLDNNLCNEELNNMVSTLHEIYLKCPGDTSIAKEEIIQGLVPNEENKVTFDQFQ
IWASTSSHIHEFLLLIFQICHISFGLRPALKEEEGLIVGRWLERDTKEGLNPSSLYYIVSMDWWKTWMNYVKYEDIVSPE
IGPQKSPEKLHESKLSLSSSNSSISGESSANKLPAKSLTLHGSLSKEIVVKPGCIDNHQLLVPNDGRKKIVLNMVSTGHV
GKASGRGILYLLGYLLQIFSENRLSTGGEVYCRIYWINQSHATGIKTLSSEIGCPLAITGKLTGKCSGGLCYTDSRNEIP
NLVVLTGEGGKLKSNQLLILGTHYEVVSEPVWKALLSWYGANVALPRTVLKIPGSKEAVLELYPIQVFLYRHMQPAKHSV
FYNSVNINHLISMVSGNNDHSLLEKGATGLHNLGNTCFMNSAIQCLSNTNPLTKYFLSKFFLYELNKTNRLGMKGVLAKK
YGDLTADLWSGFYRSIAPVKLRFTIGKYAPCFNGFQQHDSQELLSFLLDGLHEDLNRVHDKPYVELKDSNGRPDDEVAYE
>Hmag_XP_002154983                                                              
MSYQIVNQDQPNSKSNSIVFSTFEARDYRTNLKVGLSRYTLQVDEIQKMTWQNHNVRVFIFGDYDFLCSVYGITGASGRH
CCLFCDITKESIQLAPISRENGVSQRSLKSLNIDFNRFQSSGGNLKKAKFFNNVINETLFHIPLDQVAVPALHISLGTYL
KFFNMFEDECHLNRVITGGCSHEAKERVHACFTMPEKCSRFSDVNINSFCELGACRTNCKKNVNCFSQLGEKFWFSDIKE
TYWVSPIDSESERRIKGNHVGLKNLGATCYVNTILQLSFHNKAFRSAIYQWKFSDGFVPKLIVKDSNADASKSLLLEFDD
NQTNKICGNLQYLFALLELSNRRYVDPSSFVECLGLQTNEQQDAQEFSKLFITLLNNAFSSQDGFLSNIIHSQFGGQYKY
ETKCNVCLNKSVTCSDFYELDLNVKGHSSLHGCLKEFLQEEIMEGENQYFCSICCCKQNALRKIVLEKLPPVLKLNLLRF
VFERETGTKKKINTALNFPETIDMGKYIKFDNPEDGLYHLSSVLIHRGLSAHSGHYIAHIYDEENNIWCRFNDEEVTIMK
GKTLQLGVEDNLEDFGETKSKKPRKCDQDTKNHNSKNAYMLVYTKTVG                                
>Hmag_XP_002169312                                                              
MSNLCNLILFPSTRKTSLGVLTFSLMSYLHSPTPFHQACKFFPKLIDHLQKEESCKKYDKILAELIFTLMYHFPGYPDVY
SDILVALKNYKKPSESEMKLWLSASSVLVKVEVPHCSIVSRKSETGKVGLENLGNTCFMNSIIQALFNLIKYERPAIVPK
SFYDASRPEWFCVGSQQDCSEYFKYVLDRLEKDKPSLVQHFTGMLNVIVECLNCHVQSIRKELFNDLPLSFHENVAGQYT
LKGGNPTGNQSRSMQCDRGESSIILEQVENDDTLSDKEVSDDESLLSMLCAYFLPEHLSEMNSYFCNNCQSLQDATKRIN
IVSFPPYLTLTLKRFMFNVKTQKRSKLLQQIDYPLTFKLCKGCSACCDNTKISSQNPSIIANSLENCQSEIKYRLSSVIV
HSGLSLDCGHYYSYTCQYSANGYTWLLMNDSRISKVSMENFSKSGKSFPRDTPYICIYEKYDIDLFATAKDVLLPQYLRD
MVDQDNAIYREEIRMEELKQKRVFPKNTFNKDKDDDDDDFNCSTSCSSSSSNWDSGKYIF                    
>Hmag_XP_002163957                                                              
MVKKLPQILALHLKRFKYVEQQQRFTKLSHRVTFPLQLRLFNTLENATHRDRLYDLSAIVVHCGTGPNRGHYIAIVKSHN
IWLLFDDDIVDKIETRSIEDFFGLTTDVQKNSECGYILFYESHKLSLK                                
>Hmag_XP_002167422                                                              
MIMTFQTEEDAIFKNTALNQSQQLEQTIKLDQISTNIHSNAGIASICGLSNLGNTCFINASLQCLLGTQPLKKVLMQTDF
QIKLEFMKQLQDIFVKVESGKYLVLHLKAFHQVLSKLHPVFGNFKQHDSQEFLSFVLNSIHDELKKSNITSEQSEEKVSS
TTDWITNGVAKRLKMDKVLLEPGQEVNSKSLQSVDERAWSHYLVNNESVISTTMQGQFQSI                   
>Hmag_XP_002158653                                                              
GSIKDLESESVSFGELSNNLHSIDQITISDNFESSEPSKNRSTWASLFNSSTAENSSSVINNEKIISVQMETHNVDVKNC
ITVVGMENDVRAIKLAKSISNLKIDFSCHHLQLRGLINRGNWCYINTTLQALLAISPISHFYKSLKTFLNTDVSYTSTPL
TDSMIAFFNEFESINPKISLKKQSEDIKTGASFEPRCIYNVLTTMKASLSEKGRQEDAEEFLSYLLNGIHDELVALNKLL
SKKTPNGNDNADLDNENDDSSWSQVGTKKKDLAKKVNPSSDSTIIKQIFGGMIRSSVQQSGVKESTTLQPFFTLQLDIQG
DEIWCLEKAIESYFVKEILQGFTCSKTNTEVEASRKLSIEELPLVLIFHLKYFVYDRTGGSQKIYKAIDIPVDLEIPKDV
LSPSLKVSLNERQYRLYAVIHHHGKHAAGGHYTASVHHGSPFGWVNFDDNIIKTLNVNQVLRKQQGSVPYLLFYERCQR 
>Hmag_XP_002155067                                                              
MFTGRGNNSHAYTHSVHLGHHVYLNLHTLKFYCLPDNYEIIDPSLEDIKYLLQPTFSKEHIRLLDSSTKVSRALNGTVYI
PGVVGLNNIKANDYLNVVLQALVFVPPIRNYFLRVEHYNNIKRPPGDIMFPLVQRFGELTRKIWNPRNFKSHVSPHEMLQ
AVVLCSNRRFQFTKQGDPIEFLSWFINALHFTLNGTKKSKSSVIYKAFRGEMKQFYRKLPATDDKEIERKLLESEEYKEK



ESVSPFLYLTLDVPASPLFKDELEQNAIPQVPLINLLQKFNGHQEKEYKTYNEISVKKFILTKLPKYLILFIKRFNNNTF
FVEKNPTVVNFPVKGLDMKEFLLDDKEVLENNKDTCYDLIANISHDGEPGSGKGTYRVHVHHKGNKEWYELQDLHVKDIL
PPMITLSESYIQIWELQVKPVIKTNPSD                                                    
>Hmag_XP_002164031                                                              
MSGNENRVNVVQCQLMYKSVKDLNKVAEKIEVVIKTNTQCAQYCKSVNEIFKKAETYFKNGDDELAYILYMRCYIIYKKI
RESYVFNKEKNTFLSLLKNCNIKVAIEKAEELSDQLQKRYTELAECQDKSQKKNQNGHNSNEDQFDLILPDVPTDFKIRS
PKNAHITKETDKTSTNNHNEINNLSSSINLVKKTCTFISVNKLYEILKDCKSYPQSTLLIDVRPVEEYNEASICHQCMIN
VPENILKPGANVNTIEMKLNLFTPTCPVKILSDVLLKFEGGFQLFAVLGGFKEWHLSYPALTTNPIYCKLPQNMTFNQDF
LSLVKDLSYPELIFDKKKDETKIVDTSSVANFMRPDQMHDKNNTEKENYIEVPVENQTRSKNVTNNSNSQISLYEIVPNS
QKSEESKTHFDKKHSSLESPSLNLVSDKNLINNRDIKENVGKTIVDIKENINKTIVDIKENENNIIRNNNMNGDNTIRND
NVNKDNTIRDNSSVERISDNDYINSYINKKDNFVPSIPTNLDKLVLTQPVVGLTTSDKLPVNVISHISPPILPVSTNTST
QHLTNIQNLTLPDKPKVFLQPKFKANSENLAERGNPVPDVSPIATSYPVITVPSMISQINPSMGLLSPQVNAIPNVMVQS
SLDLPKQGENNNSSNVPAAFVPKQFSTNSLPVQKPKCLATLGLPNGWEKAISHDTGRVYYKDHNTETTHWELPIEVQQQM
LTKPVPQKESSVSKAFNDSFPVPNKVSHKDAESKMKRSLSSPNLNEASTDQLPKLKSFPVIDRLSKPTEKKTVLVDRTTK
PVSASRLEKLAPIYGSMGRVLTGLKNLGNTCYMNSVIQCLACTLPLGKYFTTGMYEKHLNLCNTNAHPGELARELAFLII
VISAGEYRSVSPIDFKIALGKFAPDFSGFKQQDAHELLMFFMDGLHEDVNKIVKKEIIKVKETDNLSDEIAADIAWKDYK
LNNDSVIVDLFQGQFRSTVTCLSCNKRSKTFDAFNCLQLPLPSNQSTTLENCIQTFTKAEKIGGNDSWKCSNCKRYREAS
KTIEIWKLPPVLIIQLKRFHFDGRWHNKIQTTVNFPMQNFNMSKYIVAPQSIHTKYHLYAVINHYGSFESGHYTANCVNP
YYEKWYNFDDSIVKEIDVNSIKTNTAYLLFYTAVDFKEYIKR                                      
>Tadh_XP_002118064                                                              
GVVGLKNLGNTCFMNSILQCLSNTKALTSFVLDNSYSRFISGKSSMHGKLMEAYASLMRSMWKSDTKETALSPATFKSQI
QRFAPRFVGYSQQDAQEFLRFLLAGLHEDLLHNSREKPKIISTEEYDELQPEDKAVYCWKLYKSTDDSKVAELFVGQLKS
TLECTVCKNQSVTFDPFWDLSLPIPKISTITLLDCLKLFTREETLSGDNMPTCSKCKTKTVCTKKLSVQKFPQILVIHFK
RFSGIHYRTKLNTLIDFPIDKLDLLNFAGTTSTISCKYNLYAISNHSGSTVGGHYTAYCKSPHTQTWYMFNDTRVQPVSS
NEVKSSQAYVLFYEQQLTQSIL                                                          
>Tadh_XP_002116939                                                              
MAAECAQLLQSIIDSQHESAVKRSAIITLLNYNANNQPSAVASIDVLQVAVQWFLYTDIPLKNQMATILLKFIVQSDMEF
CMRQLMSAHRLQQLLLQSTNVDQLRIAQFFHSIMMVINRVGHIKIDQQVLEVLLACMISWDNIETIVKMASQLVDHCRQQ
GYSSQLCLVLVMCIARNHQHHPAKHHTIHTDTTTENILKVIDQMSKLIGVLCQDQSIALHYTITSILSLAMSINISITIP
DIPGGSLRDAVLRYSPLNPSPFVAYALKYVSTTSINQSVLDIARHTVPFPDALLSLAAERLLDWMDLLLSKSTHLDDAAP
GWLACILQFFVTMIDHGRDKVIDSVLRSKIDQICRCLQNKHACSSMIPLVHLILCRHYHSIDIVSKYVPKEEELTSLLSE
YEVVDRGSYLRNRSLIIKKIGLDNLGNTCYMNSILQVLYMIDGFRKFIISSTFDGKQPLLIELQRLFVYLTLSQRESICP
REFARLSRPKWFQEFEQQDSSEFLKYLLSSFDKEEKLQNRSRNDIQHFFQGEFVNHIRCRKCNNVMQHKEEFLDLMLAFG
NENADTLTTNANSMPDKATSSNSTTAHRSLNNYLDNDTHVHTGYSLQALLEKFLSEEQLLVDQGNSYSCDRCNESTDAEI
MRTLTKLPPCLILSLQRFSYNTLTHKRSKIFRKVHFPNEISLPCHMADQSSSSESDDMTELSSGILKKEDPLYSMSQEYK
LIGYNLHSAVIHSGLTADGGHYYSIVKTPLDCNRRDNVPVAEVTDNGSGWIIFNDTHVQCNDNSNALNNIGRDHFYEVAY
ILFYMRHDFQVDECNSPHSRNSMCGDLLMKQDLVREVILDNARYAQENQSKKSENITKLRNLGPDDNNNDDAGSSGSNNR
DYDIPINRYIY                                                                     
>Tadh_XP_002116496                                                              
VLRYSNKSGYVCCGTTTGKVTLHDPSTLQCINAIDAHSGSISDIDVSDNFLVTCGFSTRHSHLNCDRFLMMYDLRSMRAL
NPIQVHFDPTLLKFMPNYTSRLAVVSHTGQFQICEPGVPLTPSSLIVQQIESTGYPLAFDVSPSAQVFAFGDSEGYLHVW
TNREDAMMNNFGQPTEFAADENRLPYLDINDPFVRLSTVPMDYTYDKLLSDWSNELTEVKDRRLAPIDPKILESMKMNNF
IGYAPAPVNYKRNQAYLFRNVTSLHKLDALSEYYGEIPKRYHRVAMKYSKLGLEDFNFESYNRTNFAGLETDIPNAYCNS
MLQVLYFLRPMCIGLQNHSCDKEPCFACELGFLFRMLDYSKGQPCQANNFLRAFRAIPEAAGLGLILPDTEEAYKNANLA
HLIQSWHLFVLQQLSRDTYKKDDKSEATDNDGAWFLKLYESKLEIITKCGCENKDIRTSSTLLYTLTYPSKSSQPNKDKQ
ANSNEIKTHSFCSVLLSSMSKTQNVFAWCERCQKYQPSTQTRLVKNLPDILAINCQVDNEEGIHFWKYQDMVAVILILND
RICHIRFQLYIFYYDLNSPLFDCWYFLQEVLLGEGYLKCILLNRHWLPNKIQAQIVDDELVMNAIDSKGVRHTTWYLIND
FSITPIPPVDSSSFSLDWQIPCILYFIKASVFQNFEGGGKIWINFSIILADKSLNKNPEISTSSFVTPLEEDLPGKGDLV
GLDTEFVSLNQDEAEIHSDGTRSTIKPSQMSVARISVIYGSGPKRGTAFIDDYISTSEQVVDYLTEFSGIRPGDLDPMVS
TKYLTTLKASYRKLLCLIDRGVIFVGHGLRKDFRVINIKVPNEQVIDTVEIYHLERQRYLSLRFLAWYFLNRNIQTETHD
SIEDAVTALDLYDKYTNTIKMGNFRQKLIACYETGRKCNWKAPTTT                                  
>Tadh_XP_002116369                                                              
MNNVIVEANVNAKWSGFKELGSAWKNYHLQIIKLAGKLCCQLKAIHDVEKKFVLSGNIKSVTHSASGCIISLQDQNQIVL
RCHSKSGHNELDKIVHTLRDIQEGKLKACGLMSARERSNCSDLMNVANSPKMHNKALESFNDQSLITTTVSKRNWDRSDS
SKINHARHYLVSSAAASDRSSVNAVPAQEKNGATPPSLKLKTKTNRKALHSIDQNIRRNVSPLASQVGLRHSNQGSLSTG
CLNKFLTSKRKILSDARNQTESSTPKKFCNYQTSSYSDSKIVRKNLNMVWDNSDADNKKLKEIKGFANVGRTCYMNAVLQ
ALLALHPFLCDLENKFLQDGATDDFVIRILNTLASDRKASKYVDQSTTLTQLKETIGNFNQYLKEYVQQDAHEFLSTCLD
KIKEETKEVALLSVKADQADNVSELCPVTLNFESLFIRRTTCNLCQGGSKYNEPHLIINLQLPVLDSLTSTTPNEISLQD
LVKSAFETCTFQVIFINFTPTEPFCDENPNIFTVQKASSELAVMRKSMVAMDNQPSVRRQLNLENELPPDTTATLNDYGL
GHYICDVFDHYNSKWISCDDSIQDETTESAVINERRRIGCIFFYTAWLDDL                             
>Tadh_XP_002115662                                                              
MSSSNTTISTIQSPSGEKQDNTETVDSDEMTKVEITFPIAELNKLEEMINKTRWVVPVLPGGELLVLLESSIKIGQQSDI



FECTDEAHQYCQRFIKDGLVSSFTKILCDDARSIVKNIEKLVELCVVTFHQDILPLLDLLAVAMNPSSSGSRAEWTQSNC
ANHCVLDQAIRKLCRFLNGNYPSELHDAYCGEDHITKLLDKLSDDELKKESKSESKSDAISSIIRALKNLSVRVPGKEEV
IRTVELFRLKIVLRLLQMSSFNGKMSALNEMNRLIMNVSYITHRNTGSSYPDDDWLTADRIAEWIQQNDVLNVVLRDNLH
QPQYVEKLEKILRFAIKEKAVTFRDLDLIWAAQAGKHEAIVKNVHDLLAKLAWDFSAQQLDYLFDCFQKSWTNASNKQRE
KLIELIRRLAEDDKEGFMAQKVLELLWNLVHDRDVPIEIMDLALSAHIKILDYNCSPDRDVQKTNWIDKCVEELKESNWV
IPAVKHIQEICQLFYEAPRDYSRSQPLSHLFYRHEVINQLQQKHKIVSVTAENLSIYMNKARAHFQAFRENSTSDVMPAS
HYSHSQQVDERLTFLRYCLRDGHLILQLPEAELIWFCLAEKGIHLSDREACFTWFSRILEDTTVMQPETCQKFFEKNILT
FDPSLLTENGVRCFELFFRAVNGGTKINNETKPIYKHDQELIGVDYIWRVVLCSEEDVANKAIELLKETYITLNPDVQNS
QVLADSEFIETCMKRLQVSCNNLRSFAMTESSSTESQDMIVREATRNVRVLKVIKDYFADCDDEFSGDRTILPHGRLRSC
GNNRTDLYVNNEILNPADDNKLVCDMPIRDRSIIYAKVNQGINSVPSSPDSSSESSSGYPNGHYDGPNIDAEKCLPGVVF
AGMENHVKFLFDLADVGAIFEATDGIVNGVYDLLQRLPSANFITKNVETVCKGIVEQYDEVHDGGMLKNQLGETVSLRSL
YSLEVIYAMLMPAFLPQSESTENFQKSFIKSGGLSYIFSFLRQNISEQSCNRMIQRQLCHLCLKIGKFLLTVTGHAQVAI
VADAVRENGNSSVTPAAHSAALVLQQALQTVPCPQSEFMLINIAAKMGKIMKEKATRYMPSIEDIRLFIKIAWTSAGGLL
SCINISIDELQKAFRHGKTSTVTSCIDEGPVAMEALEVLGVSLALCPSILDTLSREKSWQLFIVDVLSVRICAAEQFLTI
ATKCSPGNRCLLHFLELFFSILTTAVEEFALFSGEYFLLSCRLLNYGHVTKVPVSKAENLLLNEISWLRNIKEKFKKNNV
LGDIDQILLDGHLSVTKELLSFISGQKKSYIGCKYDNISFIEELMYQFLFPASKLLHDIGSKKDDINWKQVKRICHTPIT
TNAAMDLLVAFCVGSISNFHLVCNILSELFNYPEISNALDVWEYSPTVGCRPSNGYVGLKNGGATCYMNSVLQQVCKSVL
NVQTSFEKEEVDAYDGSDKGGDIELNIDPYIREDRQRFQDSRKDMPIKEYNLCLLKQVQSIFAHLTESLLQYYIPRGFWK
MFRLQGNPVNLREQQDAYEFFNSLVDTLDEALKDQGFPPFLSHVFGGTFADQKICKGCPHRYSRDESFTAISVDIRNHQN
MVESLEQYVKGDLLEGVNAYYCERCDKKVDTVKRMCIKKLPKILAIQLKRFDYDWERDCAVKFNDYFEFPREFDMEPFTV
AGLAKIEDESIEDIETDSEDSPVTQYRLVGMIVHSGQANGGHYYSYIIKRGEDGNGGQWFKFDDGDVTECRMDDDEELKS
QCFGGEYMGEVYDQVVKRMSFRRQKRWWNSYILFYERKDIVDNDGNMHGFQQAVNIPKQIHGAVIRQNIYFLHEQMHYSY
EYFQFIRKLIIANFQHLSRDNQPPDLEEFGVLSIEMASKFLFSIGFRTKKGIRGSYNDWYDAIALIFRHSRNARIWFARN
VLFAHPQRFTEYLLECPVGEMRYTFAKIIVTLCHLTLIETPTSPLRLSSADNDDEETEYTHSISDNILKAVLSLINRDLP
EHGRYYQQYFQLFLMYANFGMGQRIQLLRLGVADVFMNLSSDENTGSVLRYQSQDLSKLHAVTSILIRSCDISNKEKQCE
TMPGNYGENPYTELSPHDHKKWILPLPREVEMLLFIRKIYLKKILEEYPGNEETAKLIEFCSWENEHFSRLIVSKLLYYI
QHAPSGDRLKPYIDLFVSVLTIEDSWQQQRIHLAMQGISDERLGIFDIIINSRGRHQKRSYLCMKFLVSFIPSYRVALEL
FQDNHVWKQKWTEAVNWLGDELDRNTYPTGSGYGYTNWSPPAQSNETSAGSLLERSNSARVVYAKALELVDEGEYDDIEE
IDELNAQNERNKRYHAAPNRYFPESDDNLAASESTRHENSDEENRGSRRNLGN                           
>Tadh_XP_002115402                                                              
MKRSEDFTELEEVKVLSKRKKVDNDERSRNCPYLDTINRSVLDFDFEKLCSISLSNQNVYACLVCGKYFQGRGSHSHAYT
HSVQCFHHVFINLHSLKFYCLPDDYEIIDSSLDDIKYVLDPTFSNEQIEVIDKIAKLSRTLEGKTYLPGMVGLNNIKAND
YCNVILQALAHVVPLRNYFLQENNYKNTKRPPGDTSFRLVQRFGELIRKIWNPSNFKTHISPHEMLQAVVYCSKKQFQIT
EQGDPITFLSWMLNHLHMSLNGTKKMRSSIIYKTFCGQMRIYKRKVIPEETPELQKLELMELDEYKETQSVAPFLYLTLD
LPPAPLYQDELNENIIPQVPLSVLLAKFDGTSEREYKTYKETFMKRFELIRLPRYLILYVKRFTRNNFFVEKNPTIVNFP
IVELDMAEYLSSDPAVQDAHPVTTYNLVANIIHDGQPGAGKGIYRVHLRHRGSKQWYQVQDLHVEDILPQIITLSEAYIQ
RGMYRAFDFIGTVLNSGPLTIVGYFRILLSSLLAIHKEKNFRIHLAL                                 
>Tadh_XP_002114467                                                              
MGLKESKQFYFNWEEATKRVNEADLKRIKSAFKRSGGSSGFISKSSFMRDVLGDAVPSNIAELMYIAFGGTSKGIHFKDL
LSGLLVITQGSHEERTKFIFNAFNTDGGSSISKYYLENTIKACDSHVPDSMFRNFSHGDRITFDQFYQWISLNPKAIQLS
SWLLYDNSKITLTDTSATPTFYQSVASITHFTEKDVMELEKKYWALKNCSKSGKFDLETFSRFVCPPLPESLTKGLFTAF
DENDDGHIDFKEMVCGLSSLCRGPHNEKRKFCFQIFDVDHDDLLSKSELCDMALVLLEIRERSASPNPKPVDSLRETAKS
MVTEILHHYDSDEDDCITIEEFHLWMITSQYTKELQSLLQQVGHIVLGVLPLTREKEKQVIVGWLDRANRHGFKSNDIWY
LVSMSWWRNWLEYVGASKQSNHTKALSSSKLSMPPLNRNGNPANNRPLSKSHSSQTFNQRPVNLNGILPAPGLIDNLCLV
ESPNRRIPTLTNEGGRLKKNVNLIPRRDYQLLPEAVFKALCQWYGCNLSLPRHVTTNKDGKAELELYPICVKILRHTSPN
RNSNSSSLWSTVTGFSGITFGGFGGFGVASVNTNESIPRKYLAYTACYSRKNTLKQVLEFLGARLRMKVEDLRLWNYSNE
DYPQLLEDEQATIEELKLEDGQQVLIEVRNIDMTWPEEMYQLAKRGKEKDMRIVAKTEKGVTGLSNMGNTCFMNSALQCV
SNTQALTKYFVKQAHLHEINRVNPLGMKGIIAKRYGELIQELWSGNTRSFVPLKMRLTICKYAPRFNGFQQQDSQELLSF
LLDGLHEDLNRVHDKPYVELKDSDGRSDEEVALEAWENHIKRNKSIVVDLFHGQLRSAVACKTCDHASVTFDPFTFLSLP
LPMDNSIFIEVTVVNMDGSTHTKYGLCLNSEGRYYDVKVALMDYTQLEPSQMLLVELFGAQVKNFVLDTEKIRSGFMGLL
YIYEIDLPVDESFSSSPTVVEVVEASSPEATNEIDNKSTNEIDDKSTNDITDVDSEEATSSSCKNELIPTADDPLSSNDS
DHDVTKISKDRGIIFDCTSSSPSIDDSSGHEAIKFPHGNYVVAMNRKMMRMDVYYLAWQSQLPGLFGVPVIISCQPNTLN
SDLYAFVWVQVQRLVTPVERNGGSSRRFCHGCKLECNDEKFNYKSGYLAIDWDPTALHLRYQSSQEKPICHESVEISRQQ
LSQPIDLDKCLRAFTSEEELGEDESWYCSKCKQHRVATKKLEIWKLPPILIVHMKRFQFVAGRWIKSQKNVKFPLMNMDP
YKYVVGHDDSYKATFASSEIISLADSHNPNANTEKLTSEEHNNEDTMHNSHGSGSDANVESPSTSDANLDSNEILEVSET
ITSDNEQSVDNNDLRNEVKDNVKENDDKEKDSECNDTNHIKADDAAEISVEGATSGIEKRPLYNLYAIASHSGILGGGHY
VSFAKNPNNKWYIFNDSSCKETTPERVSEESPYLLFYEREDLLCDKVIPDFSEKEAVVFPDEEDDVDAEVKKICTIQ   
>Tadh_XP_002114447                                                              
MPVYPVNVKWGKVRFDNVQVNTDEPPLVFKAQIFALSGVEPERQKVMFKGKVLKDDEDWTNFKLREGVTVMLMGTVGELP
KPPEEKTVFAEDLTDAELATTLDMPTGLINLGNTCYMNATIQCLKNVPELCDHLKQYSGQVFAEADPQHILTAALRELFN
TMNRSKEACHPLLFLQVLHQVFPQFAEKNEQGMLQQQDANECWIEVVRTLQQKLALGSSSGNAGAGAANSNIIDHTKCIE
APDEPEKCSAEKFYQLPCYISADVKYMQTGIQQRLQETITKNSITLGRNAEYVKSSLINRLPGYLCVQFIRFYFKEKGAI



NAKILKDVKFSLDLDVFDLCTPELQQKLIPMRNKFKEFEDKNIEKEKVIVKKFYTVIFYLKDTGSNNSGYYELSAVLTHQ
GRSSNSGHYVAWTKKKEGMFFNIIDILTLGLNVTMIKSQSLQTKIY                                  
>Tadh_XP_002114053                                                              
MVDKNPISKDRVLEWLKVKEVLSITLAGYLHQHQYCDKLTKILEFFGPNLPLDTLSVIWKAQIGKGSPTVDNIHNCLAAA
SIRFSSDQLDHLFNLIQQTWRTETNQNREKLLILIGKIGQEARVARIATKVLDLLWSLAHLPTSTADMVTQALKSHMAIL
SYSYLVKENIKQGYAIKCIDDIKKGVIHDLEKSHDVIKLITISLVKCHRAAVSASGGTGLDENTKIDSRYAYAEYLNSHL
DLLSFILNCTNICLHWHRARDIWNCLESDPDACNLDRETCFDWFITHIGDLEDEAKSTIFNHLIQKLSPSKLTVKGFECF
KTYFECINQNEHKLKCPVPFVSIVEKIDLTGISYLWQIVLQVSNEEVANEAINYFIQITCTNVSYKLKKDIGGLHKKFIA
EFQKRLEDGIAILKQSKVAHAVSLTAAMVTAPAFPESAVKGSKRLSQAKVLSVERLLLLAEKYIVSAEESFPIHKRQFVP
HGVSFHDHPMKLHVTCDSHKAEFTVEVFTNETLYSLRSKLASKLNYSIDHIQLIYQERLLNTTKDHKLLQHLGFTNEQHI
KVRTYTATAAPPPYSNDDESCLPSVIISSNHDIFQKLYQLTELGEPNITDRMVSLIMLIPTDMSVLKALDSITKKNTSAS
IKNNNSSGTDKSDAISSSMAQFSNLFKYNASGMSAFRVRYNLEALSGKLMPVKSEERDSKTDIFTENFFNDYGLEMVTNV
LKPESLPNDTEHTVRQGCYMLAVRITCFMLTGRIPPAVCTNIDDERGLVLHTDENKTQDTSLNQNEIEAAVAKNIIKVSL
ETICGPSRIEKFNHDLFKKIGINLIRIVKIVAAVKAKPGHLVLPTTSNLDNTQTEDVSERLQKSILNDFKDAMIAHEALA
FLVMCLSQRFDFIKTFLGFADIDNLVLSALLESPNSQKLKHIDKAKLTIYYTYIGKSTEINLLYDALVNAIIKTRVPFWS
TNAQLRGSNANLPEHCSQYFALRCKLLYKMSLSTQKRLKVDPKDMLLQETIWLGSTSLTDSTGEGPKRLLTGHLQLTKTL
LTCEGLNKQTFGEKLIPNLIDNFLFPASNAMLQYKKNNNSVVESISPICTTSWTLLHTYDVLNVLATESIENLSNIVSRL
IEMHHTADPELSKVWNYQPPIAPIADCGLVGLKNAGATCYMNSVIQQLYFQPGIAETVLSVDEETFKDSSDGNILYAMQL
LFGHLMESKLQYYTPDHLWKNFKLWGRPINLHEQQDAFEFFVNLVDQMDEQLKQANCNQIFKETFCGNLTNQVVCKDCPH
KYERVEQFWTLNLGVKCRTLQESLEQYVKGELLEGDNAYMCEKCQSKRNAIKRLCIKTLPPTLVVQLKRFDYDWEIGRPI
KFDDYFEFPWVLNMEPYTLDGIISREKSPHVQEDDANSDTSSTDSNSLPSQRPKNYELAGVVVHSGQANAGHYYSFVKDR
RTQIWYKMNDMTVEEFNMSAATLESECFGGSYQPKSNDAYPSYQDIRHANKYWSGYMLFYDAVTDYGNDKLMLSRSLDSR
SEGARFTCTLYFRSDSSVPDSPSSLNLANDGFSQLAALVKRGERKGLFMNKMPASIQRIVHEENLHFMRNQSIYNSNYFK
FILNLTSCNFSTNNMSSGLVVWSLKLAVNFLVNTYFKVREELRNCQLEWNNCMEKLITACDESCLWFLSYLSDGYGETCL
KLLLLECPSDSVRESFAGMLQQAINRFYSCKRLEQAVSNMHSLLHVLARDVPDYYRSCSQYFGLLSAITKMRFAILRQNN
LIIRLYLAIFKRISSGRRWSALQSREFSSIHITICNLIINCDVSTQHTIVHSIKLPDINNYPTELQPMSSAVNDIIFGIE
GVKYFHEALLACCEVVGITASVTNMLVHCCWCNETFSTIVLAKLLAHLSMAPSNELKNLFTILTRLTLLDDSLKVKRFKT
IVDGPENNGLLATIKSNYQTDSRRAYQCIKFLVSMANKDEILRKHLIENTNRWHWAVQWLKKKMSESWTSQSAVSNESST
SKVLQRTISAQDTLAEATALLSQIESSGIAHGAISELDSQDSLQEDSEVDELYNENGEKGGKNEDSADESSRQGYQF   
>Tadh_XP_002113846                                                              
MAVSLDAYLDRIRIPTAMDKVYKAECCYSFDTPVSDGGLYVCMSNFLSFGRNYVERYFKKTGHNIFLHLKKVAKPLNDAE
SGDEIESPPKKKPIRLAIGVEGGFDINVKQVDYEEINSIVLLPEFTVISLPNNNLPEKIQFCIIGILSVESASLTNQIQS
WDGEERKTSIYAENLVQHSDPRRIPPSGWKCDVCGLEKNLWLNLTDGSILCGRKYFDGSGGNGHAVEHYEKTKYPLCVKL
GTITVDGADVYSYAEDDMVLDPYLTKHLEHFGINITSMQKTEKTMAELEIDANMKLQEWDVIQESGRQLQPLSGPGYTGI
KNLGNSCYLNSVMQVVFSIPDFQARYYERINDIFEKIDPHNIPTNLEAQMAKFGHGLLSGCYSIPSDTDGSEEQYGVTPI
IFKNLIGAGHSEFSTAMQQDASEYLLHLINTIDKDEHKLKSSRNPNDSLRFEIEERIQCTKSNKVKYTSRTEYVLSLPIP
QDSATNMQEFLDYQAKRKEAEARGEKMQDKDAVRPIVPLISCFNAFAEPELISDFFSTALGEKSTASKTAKIKSFPDYLF
IQMKKFTVGEDWVPKKLDVIIDVADELDLAEYRGTGLKATEELLPEPIQEQAGKFNHDTQEEPAIDVGVVRQLSEMGFAF
EGCRKAVYYTNNSGVEAAMSWVMDHMGDPDFADPLVLKSNTSKKTTFVADENGIATIISMGFTQEQANKALKATDNSVER
AVDWIFSHVDDLDSMDTDENTQDETESKSKVRDGGTRYRLVAFISHMGSNTFCGHYVCHILKDGRWVIFNDRKVAISEVP
PKGLAYLYLYKRL                                                                   
>Tadh_XP_002113407                                                              
MKGKQTRSSNKYKIDWEWAKESTVQQINQEQVEKVYGVHFNSCSLTNDKTHSKSNCRSNPNCLVHLGEANWISNTEVESA
VYTEVIENIVRQDNQFLGLRNLGATCYVNSLLQVWFFISDFRSAIYSYRNDFVRDKVIKVDLLTDKGFSLMGLDDNVDIE
SHYYEKINISKKISDSIKSSQAIHSSSQGRRSLLNNLYESVPEFVGNQEQILPALASICDYLQLIFAFLQFSKRRCDSCK
FISERNATFYELDLTVAGHSTLEKSFDDFFKLTTVFEKLRSRLSDNTCGHSYCDITILLQKEKLNGPNQYYCEVCQSKRD
ASRWIGVDSLPPVLNIQLLRFIYDRNTGQKKKLKSILHFPEVLDMTKYIRHAPTDTSFIYDIKAVLIHRGAGTQSGHYFT
HIKEDESKSWYVFNDEAVYQLSGKKLQIDEDSMESDDLSQSSKNPKPVKAGYHASRSAYMLVYTRRSSIGEYSSDLKENV
ILPRSIVKIISEDNVSIKNWINAVTEQMLSHTAAISNRAQEINRIYPSLSADTDQTYEWIPTEWLLEWLRKQDFNSPIDN
KTVLCNHKKLSPDSVSMVKRINQIYANELYKLYGGGPRLTREDMCKQCVEEKYRRIQFDTRLNNDWKFIKSTITKTLPTG
QTEFWIGKVSLRNWKGLTIKKFEKDISESSLKTTTENSEPAKEDAESDANLAADSATYDDEFEFNQDLLCEEHGNLTAEE
SNRQIVSEVVWLMLKYYFPEAASYPVGTPICHLCEEIAKARVEDEETLRLYAATEKKILSKIYSNKSRPSIEDEGEFYVI
PLSFVRKWRNFISYVNVTTEEWVNLLNFYGTTSETCKEIKITVKDRLCECFPPCCQICIDSLIERRATEIKTYRNARIYI
SKENPDDEKCIGPSHDECENIQKESRKRSITTISPLRRSKRCRPGEVAVTISSDETLRDLKLKVMTEFQVAPFDQHLHLN
GCELFDNDRTLGNSGILPDCRLTLKIDLPVEITEEPRGQLNG                                      
>Tadh_XP_002113115                                                              
MTGENKYHCKFCTRKQGKPIEDKSTGKSSTKEAQDEPFLDVFKQEDKKFAPVYTVSTAQMLICELPKVVVLNLKRFEHVG
ASFRKLAKHITFPLQLDMLPFCTDDCKVRGGSNSTGLYELFGVVVHIGRLGGGHYSAYVKARTSQSDLMSEVTESIEQDD
LKESALHDALQKLKECSMTFKQSDLRCQPGAWYHVSDLHVSKASENQVLKAQAYILFYKRLFVKG               
>Tadh_XP_002112818                                                              
MGSNSSQLEKEIGTELPANEHYFGLVNFGNTCYCNSVLQALYFCRPFREQVLMYKSNNKKDSLLACLADLFKNISSQRRK
IGVIAPKKFIAKLRKENDLFDNYMQQDAHEFLNYLLNTIADILQAATWVHEIFEGILVNETRCLCCESVSCKDESFLDLS



VDVEENTSITSCLKGFSSTETLRSDQKYYCEQCCGKQEAEKRMRVKKLPKTLALHLKRFKYVEDLHRYTKLSYRVVFPLE
IKLFNMSNDATNPDQMYDLFAVVVHCGSGPNRGHYISIVKSHGFWLLFDDDAVEKIEPNAMEDFYGLASETYKSSAAGYI
LFYQARE                                                                         
>Tadh_XP_002112672                                                              
MATESSFLSYLVGKAANCNRDCSVEVLVRPPCKSHCSQRGATRSADLRDLESKSSLPVVVSLVGETSHLRQPCPYPDTPY
SLVLFLIIWKLGNWLTEPNWNMIGKKFDVQVDEDWQQDQNQIVLLFKFGKIAEEISRILLGFDEKEIIFYTEDKFTLKKF
KLYDSIRPKEFDTDWDGDRLKVTLTKTYFNYSWIKLLSVENERSNAVLFNGDAKEKNITLSYLSHDWKDSNEDLEMSITV
FIKNLIKKDLDIDFGLRNLRVKFRTRDNAFLSQHPNSSETTTFIWEIYLCHTILPSKSSYSPLDDGIQIIMHKEVAGLWH
NLEQALYDRSISKGQPIFASIDIPLQILRNSQLGDYDDAVNDLKIVRDGMTGLNNLGNTCFMNSILQCMSNTRPLRDFFL
ECDLRNEINYDNPLGSKGAIVAAFAVLIRTLWCGKYHSYSPSKLKSLVAAKATQFMGYAQQDAQEFMAYLLDGLHEDLNR
VRNKPLTQVVEGAGRPDEEVANEAWMVHRKRNDSLIVDYFFGQFKSVLICPECDKKSTTFDPFMVLPLPIPAVKVPIKVI
PVINNFPGTGIQKTFMVEKGATVRSLKVEISLWIKDIHPNDFVLIGIYADDRCKLLTDKDQLSYMTRYDVLYACDCRSDS
PVGKEENVIKIPLIQRVLRPPSVHKCNACYKDESNGNLKRCSKCESVAYCDLECQRKDWEFHKRNCARTPTVIGLPAILA
IPETQLSLPNLLNEAFKVGIKSVTVYKDDVEMTTYSADEMDIKCPESAPFTLVPAPIFRLSAKDVDFYKENGDVNIEDIA
QFYLDWNNSHNQIRIENRSAISSDYEEGIEFDKTTMLYDCLKLFTVPEILLPEEACGLDLRDFISDSASTNSNESYIYDL
YAVVNHYGGLMGGHYTAFARFPLGKNGENFSKTVYLIYIDIFDMKALTIE                              
>Tadh_XP_002112187                                                              
MAIKQPNGVQEEEHIQQSTNSPEDDNDASWQHQINQLYELTGKPLEEIRKVLKACNGNLEKALEMFNTNNQESATQPTDK
DTLKQADKITIDLTSDKMDDDIARAVEISLQETNVPYPDTDMPVTQPSDKYLTAASSDQYLSTIEEQNISRVIEASYFDN
NSNGTKRKRNDSFSRMPNPYELKRGDAPVGLKNVGNSCWFNAVIQSLFHLPVVRQLVLDYRISEEMLLSGYADSNPLKSR
GSIIFIAQLQPLFALLAGSERKYIEPHEYFKQVSETFRSETSGNSGGQQDVNEFTHKLLEWLEDAFEICIKYRKKIGLLN
DDSPSILTNPITEFFFGKVRYESEIEGKGVTHEDTFGGYPLKIQGCTRLYECLEVNTRQNMIGSMSSTNQTDWFLSLPPI
FMLELSRFEFHSTLGRAEKIHSLLEFEQTLYMDRFLESNKDVTTQRQKVVYKLKKELKELKRKLEKYTSFGNDSKRLPIK
DILQYTLNFALDVRQRPASSDQEACDSENTKNNIDMDVDTASYSDKDFVIDDKNPMSLFALNHEIDHEELITLEKCIKRW
SSEITKEVDALREKIASVEEAIEQMFQDDDMRKVKYHLHAVLVHAGQVDSGHYWAFIYWRSYNKWLKINDVQVYEVTWEE
VKRESRGGGRSHTSAYCLIYISDDIVQCWDFETDSKDKIVDSLSPALHEVVRDHNTKFYKALKDWEERSIKLITCQPRVN
KCVIPTFTNRMVLTYLALEASFRRWCTEKIRQFKEIVRKEDNSKEDIRLIDFGIYLIVCKVSSPMLEWAIIESACNDGCG
DNASLQKLAEVKWEKICANDIYCNYQDWKDKYHNFLKVNVHVLTGMDLLVQTKYAFALPHFNYAYVLNDKFRAENHTLES
VDQHLIGHYRRQALLNVNEAVVRMFKEAVTEEDVNEVIEIVTDTIIPMLSALSKSSDEDDERTKQNICNTWVMIMEGPMD
ATHSETLMLIISKIFPEETQEIDYAVKPPTVTRRSNSQLYEMYVQVMKKVREDADAPDESDRNGREIRRHLVMLRKYQLL
HSWSLGRDLWFKCRSN                                                                
>Tadh_XP_002112005                                                              
MRLTRPAGQIQTKRKVTTNETDLTCRREIETSMNTQDVIVKMNCSQVQDITFGSFTIADNSKFFIDGKLKSCSAALFLWD
LKDVYDKQQLEGYDCGSDKLHILLKAKEACSNKVQPTPENANLSSSNAPINTAETDGHDCKLNDTQSSCDDSPADCTTEK
QIDHKVTLTFANILKKNLPKQPKEHQTIPENDQSPANEINFPVQNSENDLSALARIFQETLNFNFMPFKPRGLTNKASFC
FINSTLQSLLVCSPIHRALRKIGSFPTLQQTIGDCRTPAINGMAAFVNQFDLLERQEYEKTFGKLLKAGKEVRFDNPFEP
QCIYEMLAILRPSMAKGERQEDAEEFLGCMLDNLHEEIVSISPEKSSASDQASCENDIDNINSGDGEWQQALSKKKSAIS
RTIAQNHSLISETFGGEIRSSIKYTNEKQSNTSQPFFTLQLDIHDSEISHIKDAIKKSMGSEQVEHYISGNDGKKTKVEA
TKKMSFERLPKILILHLKRFIFDHGICQKLTKDVNYDLQLEIDKELLSRECKQSLNVGELKKLTIVTIVVVVFHHGLRAA
GGHYTCDAYHASFKRWIRHDDTMAKTISDKELWLLKSTPSPCECRMGFKNATVSKHSFYLNMEY                
>Tadh_XP_002111138                                                              
MVQMTAVEGADDNQKRFTFIVRDRTAECRDFTINLSASSTNATIYRDVAKMADYDHHSFELWWRHSNKDCSAEKLLDINS
EQCLKDSELIPKYDVNDNARIFLALRKKNGVLPIKALNDEVKSHTWKSDSNIFRNNLNEERSRIGYVGLVNHAMTCYLNS
LLQTLFMTPEWEFSCSKRFSFDYHTLQRMKLNDRVTFPYILNLSEFLEDQQTQLNYELFSIMIHSGSAVGGHYYAYIKSF
DDNNWYCFNDQSVTQVNEQDIEKAYGGGEIRRYYTSMFASSSNAYMLMYRQIDRSRNSKFMDFGNFPPHINNAIENLKKE
EDDHKRKLEYERMTYRFKLFGSHPIQKTLVEKKLEINKDITLREATKVAHKLLELENIVPLDRCRIVKYESCNELVDKSF
EGLEEKTVEEAFEGIRPIFELLLEWCHEHQDFQTFKSDDMSIKLLEVNLEAGTVEDSVFVKIPYASKAYELADLTKKRLG
LSEDDTIRFAQSSYTGLKLLDRQHDVHDYPSRACRLYIEYKDKEDAKEEFNNSKLFKVLDYHNNLITLHIKMALSQNQKN
TTEVTKKIDKRMSLSEFKEFIQPDVGLPTNCFKVCRILGSGSEIEMMSTDETFSAQSSEVHLLIKPGRALEKGDHRVSLS
WLDINSDRPVQFFTEEIIKEGSTAREFKSKISQQVNEAVGKEIPLSRSVFFILAEEAIVSMNQVPVLVRHWQPSTFTLGP
YTEVILDSPASNDLFMKIAEISKLHVEDIVITLNYKSDLTNPKIIIGPRDKKEKAMELSAAKRDEIRRQENIKYV     
>Tadh_XP_002110506                                                              
MECPHIEESVKLTPADLKNSNCSLWTCEECETKESPWICLSCGNISCGRYVKGHAKKHYEDLNQHCLCLDPAFAVYCYSC
DEYIINDSEDNKIQKIRDQLQSNLERLNKIDAKRYAKNISSLKIVPSVLFIIVSTSAYQILGLKNLGNTCYLNAILQSLS
NIDPFCRYFKTFRSLTDSDPRKEKHAHNTRAQGDNVCIVDELRKVLDGLGEISSSSYYSPNSFLTAICKLIPRFRGYHQQ
DAHEFMRYLLDRLHTELGRMRAPYYGNKQVSNTIVTTLFRGSLLNEVNCLVCDINSRKTDSFLDLSLDIPSEFISRRNKS
IGDNDISICKLTDCLSSFTELEKLEDSELYYCSSCTKKQLSTKQLRIKTLPRVLCLHLKRFRWSSCIRKKLDIYVEFPMI
GLDMKPYLTLKQTSNGRSMYDLIAVVEHHGSGYGSGHYTAYAYKDGWYHFNDSTVSVAMEEHVIKCKAYILFYVQRE   
>Tadh_XP_002110251                                                              
MLVPNLFELHQFIILDLFYEVDEASDNQHKRTHNSTIRRPRGPTGFCGISNLGATCYLNALLQTLFLTPEFRRSIFSIDR
NELGDTDEATQVINVRNIPIQLRKLFARMVQLDIDFVDTDRLIESFGWNSNDTFLQQDIQELNRVLFDAIEQSLFGTNSE
KIIRDLYKGTIVNEIECKECKAISRREEGFLDLSLSIADVSTLDGALSRYFLGYELMFGDNKYYCEGCGKHVDAEKSCRL



LKIPPILTISLLRFYYDSRIGNYKKDTKRFSFPRKLNMSSFCKTTDKDSIYELYSVIIHRGKLTGGHYHCFTEDICNMGK
WNISEDSTSVTESKDSNPTSNIDFMDLYDPLQILIAIVDCMGRVNVPIDIIGQKLTKETGSSWNNRFRRKYGPIKKFLGN
HSDVFSLNDDLVSLISAHNTEETSEIVDNQHLRFTTSLNALFLRSDERHWFDFNDLSVTPISYDMVEKKYSGSESAYMLF
YR                                                                              
>Tadh_XP_002110123                                                              
LKANASQGAAKIQFVVRNFSKIDSTVLSEPVHARNIPWRIMLMPRHSGQDKTKHIGFFLQCAPETDSLSWTCSASAILML
VNQSNKEASIIRKIHHVFFPKENDWGFSQFISWNDTMDPSKGFIKNDTIILEASLNADPPHGVCWDSKKITGFVGLRNQG
ATCYMNSLLQTLFFTTQLRRAVYMMPTENDDPVRSVPLAMQRIFYDLQYSDKPVGTKKLTRSFGWETLDSFMQHDVQELS
RVLLDNLENKMKGTCVEGTIPKQLEGKMISYIKCLHVDYMSSRIEPFLDIQINVKGKKTIYESFDDYIRFETMDGENKYD
AGEYGLQEARKGVMFSNFPPILHLQLMRFQYDPLADLNVKINDRYEFYDKLDLNKFLEKPESEPANYTLHAVLVHSGDNH
GGHYVVYINVKGDGKWFKFDDDVVSQATAEEAIDNNYGGTEGDEHFGRHCTNAYMLVYIRDSCLDEVLRELNDDDIPESL
KRRFAEEKKLEVQRRKERNEAHLYMSVQVWREDQFSCHQGFDLFVADKAKHSTYKALKKSTLTEFLTALADSIGYSVAEM
RPWPLFHRPNGTTRVIGLDEADYDRTLFDLADNDENWFIFLETLLPDSGLKSLPPYDKNSQVIVFLKYYDVMNRKTSYVG
HLYIELSMSLDDIAKKCREFVSIPSSVPLLFFEEVKPNRVDILTDTSIPLLKVMGDFTDGDILCFQIDSKDEKIPTVEDY
FRELFNRIDVKFFDKNVSNDPGFTLTLSQRMHYIEIANAVASHLSIDPMMLQFFKSYQPYRDAASHHPIRCSFEGTLMDL
FLHYKPSMAKKLYYQKLTIPVTEMENRVQVKCTWVTKHLKEETEFFVHPYKDATIEELLDEARTLIKLPSGGTGKLRLLE
VVSNKICTCYDEESSIDCLTQPLQRSYRLEEIPHDQMDLEDNEILIQVAHFQKEIFQTFGVPFLMKIVDGESIDSIKRKI
KERLDISDKDFEKYKVAIVRLGRVTYLPDDEDKTISIEDLQPTHGGSFVGRPWLGLDHVNKQPKKTRYSYMERAIKILN 
>Tadh_XP_002110073                                                              
MPEQRITASTFDDSQLASSTREVLLQDIDFIAEKVADKSYTELKKKYVPLNSGKSKPANEQEQSSPSKNDDNNSRQHDGI
PSPKVIIYPDSNIKLTWNKIKPIGAGLVNLGNTCYLNSVLQCLCYTPPLANYALAEQHKKDCRKIGFCVLCELQSLMVRC
LKSNGSSVKPWPIVNKLKNIASHIQFGRQEDAHEFLRYLVDGIQSSCLAAYPKNLDQYSKDTTMIYRIFGGYLRSLVQCA
QCKYKSIKYDPMLDLSLDIADLNTLSAMLRKFIEPEILSGRDMYTCSKCKVKVKAMKKFTIHRAPVVLTIPIKRFNKFSL
FGGKNSRKIKFTETLDLRPYMTSKTGSPLLYNLYGVLVHSGGSCNSGHYYCYVKSSNNQWYCMNDSHVTKSNINAVLLQE
AYILFYISSPTLSSSESEKGMFNNSSSKSNHNQTFSSSPMKHLKKPADRGNYFSRSTFIPVSSKETVPKMNIVLKQNSNS
TSDSKSLDCSPKKISSPASQPQTLEHDNIVKLTKRHNVNMQNEKEKASNIGSLKQKKIKQGFVPRQVLSLKPFSPRVITS
DAKNFKSREQESKEVSKEVPESNKSNSLDGEKPKITVGSSEKDIEKNQPECNDSGGAGDEPMLHHKTTLKDDQCVDLSIS
SEPPHNNDDRTKKRFQEEYLTSSKKKKEKKKKKKRNHRHSSDGSDEEEMVRAKKERTSSNDDRRSSHSKKKHKKHHKKHS
KKHKKLKEKSSSSRKLIDSHNNTMNSSHNSVNELSIGTYDQSAPRTPNAAPVKMWDDNKANRSHWDGSQGRSEEGRVDRK
SRDAYSISVKSWEGDESNLEKYKTGDLKRKRHFLDEEIDRGKIKKIKRIKNRDKYHRDPSGYRSKGFRRM          
>Tadh_XP_002109783                                                              
MLNSEVGVAKGELHGGRARISITSVDDQLLNNVACGIKKQTVKKSSDKNFINKHYNHRSEQESQVNSKRIDDNDSATSHH
GSSTGISSNQDEGNWSLGTPLRSLLGKVVKAVTRISSGYQANTIAANVNGLDDSQCGENYRKSSSGSTSSSKSKNQSSVS
SLTHGKVPGVSGLRNHGNTCFMNAIVQCLCNTDSLAKYFVLGEYKMDVKRRKKSKNLTTNGELTEQIAVLLKGMWTCRYD
AQMSSDFKAVVGKYCSQYRGSNQHDAQEFLLWLLDKIHEDLNRAVKSKYKATKDSVGRPVEAVAAEVLANYCRCNDSFVL
DTFQAYLRSSLTCPSCNQQSNTFDPFLCVSLPLLQRDTRFVSATVVYYDLLKQCCRFGVDISPDETVDSLCKIFSQQTNI
KPELMLVASVDYYGIRRLLSSKDLVMDISSNDTCYIMELPNCIDDAMETTDRANIAPKATEETYQEVNNSETIAIVIINR
RGSGYTATRFGRPVAFRCHRNISYEDLAKAILRKISETLTERINYEYSNDNPPFALRLVNATKDLGLLNQTDEYPLQNQI
IDRALSVCKNCPSHIELMIEWDAEMKDKDELINLFSETHIRIIGCVIEEKPIEDITVAEKGNFPSSITLYDCLKIYTKEE
KLCEDSEWNCSACHKVQRGITKTLSMWTLPEVMIVHLKRFKQIGAHFTKLHDIVSFPIVGLDMSDFIGRPDSDDMHSYGS
YRNQRDFRHQSSIYDLYAVCNHHGNMGSGHYTACCRNPSNGRWYSFDDARVEEVSSDFIVTNDAYILFYAQRTVGANLLY
DYFGTSAFSHWTEKVISFCVESSEDSDNNETISKSELIESSLVKTWNGAVDANNILSTANEVPKSEANVNEMVNVKSSDD
FRKIEQPKDYTSPNSAESCGIDSVSDSYTISKCKVVAETVV                                       
>Tadh_XP_002109734                                                              
MATCAHVATLKNNQLLEQIRFISSQIITPTSQLPPNNDLKVILSQCHICKKYQKRLYACVQCVFVGCYDHSHIQHHAKVA
KHQLAIDTLRGTLFCTECGKHIYDPDVENIHCQRMQLPSCKGHLKQVYKYNYWRPSAKEVQLLSRNNTRYKLSLKSKIGL
KGLANLGNTCFMNSIVQALVHTPILRDYFLSDKHQCSHDNNNTCIACELASIFQKFYSVGSLPHIPNKLLYLIWTNARHM
AGYVQQDAHEFLIAILNALHGHFKRELSSSFNEIIDNNCRCIVHQIFAGNMQSDVTCQKCGNTSTTIDPFFDISMDIGSL
ENERCDLSSASTVYETGANSSVTLLNCLDRFTHAETLDHAKLKCHRCHEYSRFEHSKKFGRKITTYVAFSDILDMKPYVS
KLRINNGESGHADNQNAKSCSSSVRYCLFAVINHSGTLDSGHYTCYVRQPYNQWFECDDAKIRKATTKDVLSSEGYLLFY
HRETLDYE                                                                        
>Tadh_XP_002109315                                                              
MPSNSCPHSLYIDRDIINYVDRLPTVGCGYVGCDINSAKHCQRHAEEVGHAIFLHLPTKRSWCFHCHCEVTSIFEQEEMD
ADEEGDSDVSYDDNDIDDDSMDYDPPVNYSHRPKQPPLIVEDKTLDNISQSSKSSESLDDIGQLKPRGLCGLSNLGNTCY
ISAALQAMSNCVPLTQYCLECEKYIARIPVDSIAKRYCKLIQDMWSKKRNDYVTPTEFVQSVKKANPLFRGSSQQDAHEF
LRCILNLLHEETKLLISGFSLDDGKSSIDTNRGISVKRTATETDKLPNPDNRLVIAINKTCKDDTNSNKSNDTNVVQKCK
DLIEEDYVEVVLSEIESESSASTGEKFLQDEAKKENAKDPQDELNMEEINKLTNTEKEKTKKVTKVTVPSDLPRPTPGKR
ELSTVIGNQSYNPCAALAITAGEEERRGMVEAIWDWFKGWIWGSVPLEDCLSTFFEEDELKGDNMYNCEKCKKLRNGIKY
SKITHLPEILCLHLKRFKHDSYSTSKINCSVNFPLTGLEMKSFLNTGHKIQSTTYDLVAIISHHGAAGGGHYVCYALNCI
NHRWYEYDDINVTEVADEFVLSVEAYVLFYRKSSTPMLQKDRSKIAARNRLQESSTDFVYISKQWYQVFLSCSEPGPITN
TDLLCPHGAAYCANPKFDVNDFAVKVPLLVWNELRNKYGGGPKIQASMVETCQKCQEIYQTREEKRKKENEYFMKLKAAS
ERDTAREVSYCISYQWFRKWQGFVRCETLEPPGPISNETIVTLTSDGKIQLRTEYHLTVILLQGADYGYVSKEAWLYLYG



RYGGGPEIPQDCV                                                                   
>Tadh_XP_002108891                                                              
MNSILQCLINSVPLTKYFLTSTYRTDLNRENPLGMHGEVAEEFATIVHASWCGEYRYISPTDFKLTMSKFADRFAGNSQH
DSQELLMILLDGLHEDINRVKQKDYIEDDDTSHLPDEEAANIAWDRHKRRNQSIIVELFQGQFKSTLVCLTCNKRSVTFQ
VFMNLSVPLPSHRSHCTLNDCLELFSKAERVQGDNKWFCSKCKCYREAMKKLEIWKLPPVLLIHFKRFSGTGLYWQKADT
AVNFPVNGLTLKNQTVGPKHRHYNLYAVSNHYGTLEGGHYTAFCQNPYAKEWYKFDDHIVSRISSNDVKTSSAYILFYTS
LNIPPLKLKKFSS                                                                   
>Tadh_XP_002107790                                                              
MESGCSTLSSKGLDNQPGENNCFLNSVIQALWHIDIFRDSLHNLKDDRQKSNNIIEALQVIFDNYKYCDFQVLKPDYLRR
VLAKLNVDRFQLGQTNDAVECYEYILDKIHEHSTTDVDSATCEDDGCITHKKFTLTLINHRICPYCEATSEPEPLRIPLL
YLNVSELVNEIYIPSGRDNDFRNITFGKMLRSVLATKESCPGNCRNIIKSECYLTNCPEIVSIGFSWSTKSAPRSTIQSL
LYVIQTRISLNDVFSKVLDENAAQTTIDLNTMVVYYGMHYATFCHHTRYKKWILCDDAHIRDVGQTFEDVIQSCIRNCYQ
PVLLIYTNSSGKPMDPIPSTSDTDQLVSENRRVNEVVTGQLIDLEDSTSTGSIPKSDSRSYIESQSNYGDSYDGVDILQT
SRVSKGGSTSSTITRSREPYEADDDLANTVTRLQQWSVTGKISKGQQMINRDISNKLGVQATQTNPLPSNAWTDSHIRKL
PSNYKYYDKNSSYGRQFSGSDATSNSSGRSDDGLSFVTAPASYNHHRTTEDSSNSEITDPRHPVSSPKYHSVYTAKVNNE
DEYSQKMTRTNYGERSNVLAGHHYQRKDPVQVNDNPRSSNQINQFATISKRNHSLDSCVIAASCGQLDQARTLCNSALDF
YCRSRSLDDLDKHLHEHADELMCCCSDVKAKLDELSK                                           
>Tadh_XP_002115770                                                              
MNNCSMIAISGAAAVAAAICYILFGPKQYNIKPLKGGSYPGLDNLGNTCFLNCILQSLASLPAFVIYLKKINANSNCNKQ
NKPLTNILAGLLDELSQKHSYARSLSASSVLEVLFRYNWIISSEQHDAHEMYHALLTTLVEETDYNDNLHPSHDLNNAIS
YCSNDEIDEGSAHAATRTHGIPLTSTSHLNLELEDCIKTFLMKEYIDDVICDNCSKDNGKNGKATRKTFMKETFFGKVTA
IDTTKNLILISFVELKIHVVGVS                                                         
>Mlei_ML016011a                                                                 
MTSAKRLKLDSEANEDNVEEKPTIKIEPDDSVTVTVKTEPLKSDGVKIEYNSDDDYVDEDDGEEKKPVISAQERVWKSKH
CPYLDTIQRSILDFDFEKVCSISLSNLNVYACLVCGKYFQGRGKNTHANTHSVHNDHHVFLNLHTLKFYCLPDNYEIIDA
TLEDIKYVLKPTFTKDEANDYMNVILMSLCHVTPVREFFLDETNYSKIKLPPGSIMYPLVQRFGDLVRKLWNPRNFRSHI
SPHEMLQAVVICSKKKFQFTKQGDPIPFLSWLLNSLHYTLTGAKIKRRSVMLDTFQGEMTVHSRRVPPPGESGVGEKYKT
TSTTTSFLYLTLDLPSSPLFTEDGDHNIIPQVPIYKLLEKYNNMTEVEYKTYDATYLKKFEITKLPKYLILAIKRFTENR
FFVEKNPTIVNFPISFDMAEFIDTAVADKYSNTEYNLLSNICHDGTPTTGTYSTHLHLASAGQWFDVQDLHVTKLQPQMI
TLSESYIQIYERADLSVDSKGT                                                          
>Mlei_ML020011a                                                                 
MLQDLVKQHISSVIITGAVAAISAYVLWGGDGKTWKKGRLRPSLENLGNTCFLNCVTQALSSVDSFYAWIQDILHAQQQE
DNAQRNEHDENVERTEVEISEELRKSAPMISALYEVLDTLQLHTDGSQSTSLAKVHRAMTEHGWDTLFTQEDAYEAFQIL
ITSIEREAHTLLHTDTSLKLTAPVQGKFLISLECTECHTESSKRIEPFDNITLHLSRKQNVSLMNLSFNTLRDMLHTYFS
PEILSDVECEACSERLGLTTVCDFKKQVKIAKAPKCLCIQINRTVYENGSMTKNNQHVSFPVGSMDLTLFAYQALLFSNE
NEVIEQEPAVSRPVDGYEVVRTYDVKDKSPPMMEGLNYTLKSVIVHHGTANSGHYVTYRRLNANIWLYASDDVVRLATRD
ELERQQIYLLFYERVSLPDILTESVKRRDVVTPVSLPSSKGDPLSHKDDNFSDVSVDNLSDNLSIENASQENLTPPRILS
EPSSPPVMVSPPDFDERINQLSS                                                         
>Mlei_ML030415a                                                                 
MIDNDVDMEIEKKEVEEDVMETTEQDEPNKSSGTLVWTLDLSEFNDTTFSPPLYVRNLPWRIMCIPRSSNAAGSERKPTL
GFFLQCNPIDVQGNNNGWSCYARATLSILSREKPENDFNRRINHFFYAKENDWGYSNFMMMEEIKDPAKGFIKDNKINLK
IEVAADAPHGVHWDSKKYTGYVGLKNQGATCYMNSVLQTLYFTSQLRKAVYKMPTDGDDVNKSVALALQRVFYELQTSDC
AVATKKLTKSFGWEALDSFMQHDVQEFCRVLLDHMENKMKGTCVEGTIPKLLEGKVCSYISCMNVDYESKRSESFFDIQL
NIKGKRTVIESFEDYITPEILEGDNKYDAGTYGLQDAKKGTKFQKFPPVLYLQLMRFQYDPLMDMNVKINDRYEFPETLD
LNEFIENPTDNEKFSLFAVLVHSGDNHGGHYVAYISPKLDGKWFKFDDDVVSKSNRTEAIENNFGGSEDESLNVRHCTNA
YMLVYIKETQKDDVLTNIIDDDIPLNLTSFFEEEKREEALRRKEKQEAHLYMSVEAVTDDPFHGYQGNDLLNWTTARPNV
YRVKKESSVRDMEEMIADNMGYQVDGIRLWVFQSRANSTIRPAPIENEREKTIWEVAEKETPLKVFVETIDQSNPAKGLM
PYKRDEQNIIFLKYFDVMTDTMYYLTHVFLSPDSCIGDVFQHARDKIGLPANVPLALYEEVHAGRTDELTPTKLLGEMEE
VFDGDIWVIQRTDLTGKFHNTVDDYFRDLNNRISVQFCDKNNPADPGFHVVLNQKMTYNEVAEVVANCIDSEPNLIQFFK
PQSHRDIAGYAIKSHFEGTLKDLFMSYGQRTKSPKKLFYLRLNIAISELESKDHFRCTWLNKHREETVLSLYVAKNVTIA
ELLEEAKKQIEMGPDGSGKLRLLEVYSYRIHRVFSNGVSYHNIQPSMAQQTTCYRVEEIPVEETRLGPKDFLIPVAHFHQ
TIFQCFNHPFLFKVTEGEALQSVRARMLERFKDISEKEFEKYKFSLITHGRMTPLNDDFTFNSSDFITNVDKDTKPITEA
HLDVFLHSRPWLGLEHALKPPKRSRYNYVEKPVKIHNQ                                          
>Mlei_ML034329a                                                                 
MKQLERDNTLIQLVINDIEFYLDQTKKLPDIQTCKPTDVLPSRCYSHVDELNERLEFIRCFENYFKEVNENEIRENKNNQ
KFSDDDSETFIGTDYIWRLVIEGREELTEYSIALLKDIYSSATVTNQFVRHNEFIKTCFTKARQCFYQYEVQQYPQLLAR
QTIRILHVLREYVLDNMDKSSPIKQTKYIPWLLYVSDVAMHHKQIDLCDAVTAILNIFPTDMEIEQDITELAATQAAEMV
QSVNQSPQSSQAIFRLTRRCAFGYDLLPLPIDDTCTAYSTILFEDVWLAQPLILEDLLVDKEFQEFIVEMILVCSSQFVR
QVAWLKSIEHHNKFHPLNEILLKENKRMFTTVELTVKVSHQTAVVYRVSILVVRAAQMLLDQRKFPDIEIRDDLPICQTP
QTQEAAFNLIGALCKGCLENLGFVVNSTKELFYSEQNLLNSWEFPPSIHPRNPKGFVGLKNGGATCYMNAVLQQLYMIPH
IRANLLSLPCVEERMEGDISPAKLHHLGVATQVQSIFCALKESKHQYYTPDGFWRAFKLWGEPVNLREQHDSLEFFNALL
DNLVEGTKALRQPPFITDVLEGSFADQKICKDCPHRYTRIEPFLSISVDVRNHENLTESLDEFVKGDLLEGNNAYHCELC



DKKVDTVKRLCFQRLPNILAIQLKRYSYLNKITGDRQDVPTPSDHSNYRLVGVVVHSGQASGGHYYSYIKQRIQEESGLV
DKWYRFDDVDVSECNVDQEGQMARLCFGGDSNDSDSPDKKPIGRAQKRWWNAYILFYERVEPTSTPEVIQSSSEVEEEEE
DVRTISEAVSSLSLKYNPPAALVRQVRQENLTFFHQKTSIAGLLFCIISAADFTICIYYPITTLYYAATLNLADLGCNPD
QPQQCWSLATNVNLATGLIAININSVILLTTGFLAIVRSIQIANPFYRLKKLRALFVLVSAFAAQSILWTLKMFSPFGVA
SAVKVMLTNLPSLIYTLILGTPIFLSIIHRSEKATEPDGWLTFWTTNMLPLFSSVWNPIVFISLTPKSREYVLSVARCIR
QMIGV                                                                           
>Mlei_ML04212a                                                                  
MKSGQSEETFVNDSRNANLSLGDVWYVISQKWFDRWNRHVKYDGDHPGPIDNHDILLNAEISEVREEMLENIDFVFVPLE
CWGYLVKKYGTSSENTAIKRQVIEFGEFSKQLKIDLSGVKIEMVFGEIKIKRILSKSDTVEHLKELMDEVFHVKDTERRL
WLKKLPNNYVLLKNDQDKLENFTLSGDNLVIILETKQSDGTWSEKYSSAAKVQTNFERNSSSAFGSHNLNHRSMESDTIS
TRSMTQANLTRTVSGGLVGLNNLGNTCFMASALQCLSNIPALTQFFISDAYESEINEKNPIGNRGDLARAYGDLMKQMWC
GNSSTVAPRHFKSVLGRCAPQFSGYLQQDSQELMAFLLDGLHEDLNRITNKPYINQEDAPENTADSVAAQRAWDNHKKRN
DSIITDLFHGQYRSRLECPDCMKVSKIFDPLMYMSVSLPRKEEKIREIDIIWLDPQRRRTRYKIITPREGQVIDLLYAAE
KVSGLSADRMMLCELSQAIIESTISPTQKLRDIRDGRYSLCIFEREPQLPVIKVYNAYKGYTSYLKYFGNPLIMQIPKKE
MSFNDFVISLTTKMSRYVHLTEEAVQSEDSLPFKIKAVNQFGVEQSHDLCDEDDNLSVHMSSGKPVAYIALVWDMDAKDE
YFKLDECNAVDYHDSYRTTKARKNEVLLEDCIEMYCKQETLNEDNMWYCPNCKDFKQASKKLDLWKLPKVLVIHLKRFCY
SRHWRDKIETMVKFPLHDLSLKKFMLTSDQSDIKYDLRGVVNHYGGLGGGHYTAYCHSVADDKWHVYDDSHVASCTAEKC
NSPSAYVLFYTQQEGSRLNGSSNGFEPMDVN                                                 
>Mlei_ML046119a                                                                 
MEGVISGISPLTHATKIYKDQCVFCFDTPLHGPLYVDFNNYWAYCSLHISKPGIYLKHAREVKERKSAADESDDPPAKIT
RLAIGVEGGFEDKDQFEYEDIYSIHIRGVDGTVQDIEFGASSLPDIVTQTANNVIAFSSAGQQDQNNQWEGEVRKNSKHS
DNLLQLDNGVKVPPGPWKCSIPDCDKTDNLWMNLTCGSIFCGRKYFDGTGGNNHAVDYYDQTKYPLSVKLGTITPQGGDV
YSYEEDEMVIDTQLAKHLQHFGIDMMQCQQTDKTMNELEIAANMNFKFECDNILESGVALKPVFGPGYLGYVNMGNTCYM
NSVLQVLINCVGKISNKYLAHSAQSSEIPTDFGAQFKNLIYYTQNPGKYSVDPEGLKPGQENGVRPALLKSIVGKGHPEF
SSTRQQDAHEYFLHIISTLEKEERKTPSLACADDLCFEVEDRIQCNASQKVLYKSRKEYCLSLPIPLDKASNYAAALAWE
TRKSELEKAGEKIKPEDSVKYKVSLLDCFATFSAAEIIQDFLSPATNQKGTANKTTGLKTFPNYLMMQARRFTLTANWQP
KKLDVLLDVPEEIDLEHLRSSGLKPGEVELPSGPTEAPLEPDPTIVESLMGMGFGFEACRKAAYHTKNAGPEQAMEWIFG
HMDDPDLNSPLVIEPPKTATSEPTVNQDDVQMLCAMGFTPKQATKALRKCDNNLERAADWVFSHADELDQDEPESSPSTA
STLPDGPGRYRLRAFISHMGSSTACGHYVCHIRDKEGRWALYNDEKIALSVTPPKDMAYMYLYERM              
>Mlei_ML050712a                                                                 
MLSNIPIIYNNVVSKVNASDKPSSICSDETGAVIRTLQKVLVDLEYSLHGVIDTTALVTSLQLPTTEQQDVVEFGELLFG
LLNNSIPSLQDTCKGKGSYITRCLTCGNVTTRSSDFTDLKLQVQPRNRTLAERIQQLSTVEILEGDNSYHCAQCNMLRRV
ERCFVVNQYPKTLQLQLLRFNYNTSTMQRTKDTSFVKFNDILTLFNLAGDSGHTSKTYKLSGIIIHVGETTQSGHYIAII
KRGDKWVTFNDDVVLELDKLDLKQYDLSSTRRPGCASGEHCSQSVYMLVYEDGSEEFVSLPIVSPVVLPQSSGSSTEESR
ITDFFSRTTPASSENTSPNQISTRSTNHAEPGGESSVVVGEKEGEVPPPSDILSATLAENLEFEQLRELLMEQRKDVRSN
KEVRVVAMRDACCRMSPENEASFVPLPSDMLKTWIETGIPQKLNPEDNLAQNTTTSTSPSSDEVQLLGETTESCLTKLLC
VHNKLPYHKLRQLKYVERDIISQIVDDGTKVLGSEVKFKSENCRGDNAVKTEGCDENNQQNCQVKIEDEVAEGTKTVIAE
GVPPEYDLKDAKKVEIQSKSLSLENLMLCEECVASDLRQHLYDLTLEDDFKRIGIVQNKDPEIGWWVVKDDFRNFKKIVR
QGGNFNKEINCRHSSLDPDPKRRKLVSFDVKTIVKKYFPEFPAPSYLEEPCQVCTDECDQEKLYISTILLHRRDLQRLLT
DGAFPYIPSLTPYVIPSSFIKYDLRPFYRKKIQDRIFLDNTVLICKHSLLASDALEHAAFVKESEWELLNDKFGPTTTIR
CDSADGAILYTPAVCRECVMLHDVFTDQVVYLREDKTAGKRGRRGDKVLHLSSHDTVRDVKIQICEKMAIAPSEQTLRTQ
NGKILDTGTMRELGIIPGSIIYLEYNHALLQEAEVFTSSTEQGFKGTVLSGL                            
>Mlei_ML05441a                                                                  
MPSIDSALFNLLGSSSTLDNFTPSRLLSERIEFVAPTKKDSYMEQLRLKYKPINGHEKSPLAPQNKVVQSELYNKDRVEL
KWRQKRSVGCGLVNPANTCYLNSTLQCLIYTPPLINYLLSDHKKHCRNGGFCVSCSLLQLYNTVNNSNGGACRPSSFIHH
LKLIAKHFCFGRQEDAHEFLIHLRDKMIQHFLNSHPKVDNARKDTTPTHAVFGGKLVSTVTCTQCHHQSSTNECFLELGL
DVRHSESIQQSFNKLCKRETLSGANAYKCEKCKRTVIATKQFKIAETPNVLVLHLKRFQFGGFTGKLKNQITFPEHLDLA
NWTKQKSSTTKYSLYAVLVHAGSSAQCGHYYCFVKSASGSWHCMNDTSVNTVSLQRVLNSEAYLLFYIRHEGSVGNGVTA
TTNGHSASNSHGLSYSSNEPPKVNGNHSASKVRLMESNPFFSESAKPAKSGLNSGRPVKFNISVNSNKLKNPYLTKSPTT
PDKTFIGPLLPNGAVRSNGTSSQHLPTHENAPHQPNSEKESPTPAADSAQSSKTSNPISTDKSRKLENGIKSEAPKKATS
VNNCAASLSSLDILKNSYKDESEEETQAYKPNAKPALCIRKKNKSGEKSTVFDRLKDVAEKKTSSGNVFERLGMKSGVKS
WSGEESKNFKKENDGWQSIGNPHKRVRDEYEEELDQGRVKKVKHHKNHNHFREKHDFQKAHDFQKNQKRWEERKSWSGFQ
NGKQNGKGPKYFWKNKKHKV                                                            
>Mlei_ML07973a                                                                  
MPVYKVNVKWGKEKFSEIECNTDEAPLIFKSALYSLTGVVPERMKVMVKGKAIGDDSWSGIKNLKNNITMMMMGSASDLP
PEPAEKTQFIEDMTESQVNQASDYPPGLHNLGNTCYMAATLQCLKTVPELKAKLEQSSGQFTRQSMVGSEGICAAMKQLY
KEMDTTSEPVTPLVMLKVLHMTFPRFAERGEGGVFQQQDANECWTEIMRMMSEYLPGEGSTSTETVRKSFIEQYFGGENV
TTLKCSESEEEPEAKSIEKWTQLRCHINTDVRYMQLGLTMGLKENIEKTSPTLGRNAVYVKTSNVNRLPSYLTINFIRFF
YKEKENINAKVLKDIKFPMEYDALELCSPELKEKLAPARDLFENLRQKKIEKELSGKDIKNKHDEKDEKKEVKYEPTSFP
DDIGSNNSGYYELQAVLTHQGRSSSSGHYVAWVKHKEDNWIKCDDEKLSIVKDEDVLKLSGGGDWHVAYTLLYGPKRCEV
WEETEEKKEEKKEEVPEMEKME                                                          
>Mlei_ML08887a                                                                  



MTQDKILVRCQSPVSPGNSEQAAIRGMTNDIGANNCFLNCAVQAIWNLDHFRASFVVINKHQCADNNISCIFCSLLTLAA
HYQFHDQGPVTPDVLRNALAKSYESDNRFQIGFMEDAAECFEGILHNLHISLSDSTTESLCISEKCISHRLFSMTLVEQD
RCVCKASSEPLTFDQFIFYTSVSSLTDRHTADTSLTFATLLHQSTSSSKPCPAPEGEQCSGRGKLEVSLLEKPDVFCVGL
AWPNSQVDSVLIKKLTDCIELELDLDDLFANVAARKSNVFRLVGIMVYYGMHYFTFFFHSGVKKWLLYDDACVKEVGATW
DSVKKMLVKGKYQPLVLLYTNPYPEKVVSNTAGKTSALSKAYKDVKGHKEKHRLKNRLACFAPASPTEVKQKRVKTEVIR
QESSEVLGSSPGFSSENHKNFLDSMVSGVEEKVTAGLSMLGLKDGDKLQKKKFINDCMKQADNQYFEARKSLINKEYAKA
LDLAVDATNFYKFILSHEDSSLNQREIAQIRYQTARTKAKRITRRIPSTQLTEEQLSALYQRCGLCDNFREDDMKYCHNC
TRYCTTCNCILELTDTEYCVKCMPDYVVNADFEKNLSNSGHSAQDVVCEINKSKPACKKCSEYFNKFGDPKACDWCKTPS
AFKGSKCFQCKSAEEKYGKPSRCEGCKKNAYFDKGLEAKKKVDNKALCLLCTLKYKKELHRSGKFKRSSAEIVNSKSSAK
SKKVKESNDASSSAHRACKNKITTKEAEVQVDLCGHSAMDDKSEQDRDNSMEAILLTTQLKEEIAQLKRQLDTRDRDLIE
KAKNLNEKKTEMWELEKKLQKKLTDQGHEHIKRIEGMEIFLKMEFTQANYPDSLPSLNNHLSVRSYITDYKLNPLDLQVF
KKVSQCNTSKFPHVTRWARHVTSVSGTPGAMAPVPAEPRTAEQVQAKKELICRNLQETVGEDRLETILKERDVKIYWGTA
TTGKPHIAYFVPMIKLADFLKAGCEVTVLFADLHGYLDNMKAPWELLQLRAKYYEAVIKDSKIDLIDPPAAVKKKINKAF
CEPGNVTNNGLLSFSEFVIFPYLGKGEFEIKRKPEHGGDVSYSTFEELKEAYRTEQIYPLDLKTAVATYINQLLGPIVKE
FQSKELKKLSSQAYPVANTKGGKTAEPERPVDISRIDIRVGKIVNIEPHPDADSLYVEKIDVGEAEPRTVISGLRKFVPQ
DKLDGALVAVVCNLKPANMRGIKSQGMLLCASDKDHTTVEVLIVPEGSKPGERITSDMFTDPPDSQLNPKKKIFEKVQTD
LTTNAGLEVTYKGELLRTSAGPLLAPSLVNAAIR                                              
>Mlei_ML09541a                                                                  
MGGTSSQLERDIGAEYPLNEHYYGLVNFGNTCYCNSVLQALFYCKPFRDKVLKVPLEKPRKENLLYCLYELYSSITSQKK
RTGIYAPKKFISRLRKENENYNNFLQQDAHE                                                 
>Mlei_ML09759a                                                                  
MVVGLTNLGNTCYMNAVLQLLFSVPSINSVLTAEEKIQRNGIGRELTALIKKAASGNFAQLNTAKLKHEIGLKYSRYMGY
RQHDAHELLIELLDHLQETLRCEEKPCEEGIPADRDFVMDTSMSGTFASRKEENGFNTNPLSTMNITPPNIPNIADENLN
SLSITPQKGRVHENLPINLMEDRHMDTTIHENICHNIATSKPTLHEKEFSLIPDGNKNIEIPLYNVPVSIPTTALQIELE
EECSRSVDSNTAIQSSSDPTHHDLVWAEWEQNNSSIITDTFFGQFVTHTICCHCGHTVAHYAPYNHISLPIPHATDRHIV
VTWVPNSDHKAYRYLVTVSQYGKVADLKSAVLLLVDLPITIEDIVIAEIYRGLVHMVHGDETLLKHVNDSRSAVYAFERC
MFDSEGRKGRCEDTNYFENNLDTDSSSESKLSRDVMDANIEVNIDVSENTKQYKNKLELFNPEAKIENKPKGVGSLVDWS
SCVICLEDFPPHLLQSHENCNMDKLTHVTDTESLKKLEQILKPLELQDCLNAFVKRSNEIYFLKNMSKVSYVKLQERKSK
LFQFVDKTGSARLVTSKQLANITEGDGTLSKEELQLCCNIILNKDLITFNGRKAGATDLKLIWDKDKCPAQFPQHNHCTA
GRPDIVVGSEENKEVILVELTVVYQDRLEKDGKLGSIRYKRLGVDASGIF                              
>Mlei_ML114618a                                                                 
MDDSSQVIIQTTCSVSLSTEGSIIPFTPGDVYLCASDNADMTDLWCLVVLHKRNFPRKYSIVRQLTKITVRKRGNKIGFI
VIEFDDTNQVKLKDFPSDPTFFAKVLDFCFNNKTDPELIIKLKDEKLKDKLQDIDTKPAYNGSSSGVEKPIVIDISPESS
SRGSTFEHFDDQSVSSLGSLESAEFVDAHKAIRRSFAGSKRALDAGCITPPVRCIASIEETRVINEADVEEIPEKEQATI
VTKNHFGRSSVSSGRSLKQKMSLHRGYHSMGSSPVSPSLLNGDSFLLNGDLPSQEPLLVDNSPQDVVSVASSHGSGSTPP
REFVVSAFEPNNCGAEFTVSSQNSYDEIRGKFKGTMSRQDKRRSHEYPKYSTFNYPATSPPLSSFPDVSRRSKRRLTSSM
PSSQEESLKTSQEPAAKERRRILSDGTSTNISCKRSTLNTIHSRRSRLKSSPSIPDRRFSSYLQRIQHTLYNGSDVGEDF
AKRSKSYDFVPEEANSETKPGVYRAPGVRHKMRSDHVRVVSSKQENGVREPVKKVERGRDVALGYGPEMKQDQSELAQEY
EKCDSDFLPATIIESTIISDELDSMGSLLESNESEKTELYSDSLSPNNLDHDDELKSMIVCSPTRTFKSNEDVDVISVDK
KTANDEVVTSSNTESIANGLLDDKILDETDFEEQLTNGIHEKSPTLEEKTDKELGTEECKPDLINDVGSIGLEDLSDGIF
MEQRAPNTSPVSDSTLDTQSVKSDSTVLEKLKKRNLRPREPVSNIRTRGETTSTAKPDRPRRRSESDAGIVSPGIPKPHG
FINLGNTCYMNCVLQCVLTVPAFKTLLHAPTNPFRPTLFNCLAALLQRKASCGGTKEKRELLIKVKNLISDATSLFKGSR
QQDAHEFLGKFLDVLREERKHSLKCPVSRTFQCEVIHTVRCVGCRAGGQKTEKYYDFSLNLPGRNLQPHSLADLLEDYFA
TDNVELKCSTCGHDTAQVQHRFSQLPQALVLHVQRYAFSRSGSREGKRQDSIMIPSRLDITKLGKDCVKGNPCNRVSIPD
SNTPPVPHNLRTRTKGLYSLHAVISHLGESRECGHYICDVRESGQWYFYDDVNMHVIDLHYVRAQRKNSCYLFFYLKDDN
LLES                                                                            
>Mlei_ML13565a                                                                  
MSMATFEISHGTPDVMFGDFSESEVASIIYNSKLFNKKDSLSFGTFTEDEITEILNASHAAKKFVEFDFDEIVAPQTVSE
VSPVNFEEVVDEKPEVTKNGNESKPDVVSTQSPPKEHPVGLNFNPSQQHPPQVPNLSTPERTDIDEVLKILIEETVKSSS
FSAPPVPSHQVTLQSSFPYSTQPNTWSTGPAEPGWPNPTKSSFSSDFYSTPQNSEQIWSKPPEPTSVWSNGTGNQWSSLF
KNANLKDHPTSKSTIPQILSENAPVSIKDHELMMLGSQLQLMTISHHMPVNIIPRGLINKSTNCFAHAPLQALLVSPLYH
VIQQIDTTYALSPVLSAVKQFFKSFNPALGVVDKMDPAFEPTCIYEMLRNKMPGFNENGRQEDAEEFLGIILSNLHDEMV
SAIRSSKKTVSLAETVLGSGVEDGEWQQIGRKNKIQVTRNTSNNEPSPVSELFGGLTRSVVSKAGAKESATLQPFLSVQL
DLQHQNITSVRDALYHFTHKEQIYLNDAKCYRRETLESLPPVLILHLKRFIFDDAAKSCQKLMKEIDFDVDMTISDDMMS
AIGTTLAAERRYHLFGVVYHHGSHATGGHYSAMVYHPYIQCWVNADDDKMTHLDDKAVLKHIPGRSAYLLFYKRVAFPS 
>Mlei_ML139717a                                                                 
VYDWILQNEGYGFICRGVRAFQTYHQFLAEQASFTEKQVTALEKHYIKLRKLFSRSKRFDLEAMYQCLHPLYTHEFSQRF
FHAFDLNKDGTIDCRELVIGLSAILEGEDSFAKFVFDMFDEDGSGVLQPEEVENFSRMISTFCLVTDSLKLDDTLPEGTI
PVSEFVHWCNNSLSMYKFLSHLKNIVYIVFGVKPDLTFNIIRQWMEMEANMNLITVKNVSLSRFEAQINVDAGCLIENHI
IHEVPVGQNCFDFAHKVFSYHAYDCIKKISNHNSLDLDNLTCEFNYDAMYIDKNPTLPGPELSVKDFLWTCRLPSSSDLC
SGHSECLTDECGCGEYSTFDVFYCLDGTGCITWTKLCDNFQDCRDGSDECFCFGHLVFFSKEIDQWGCFTEDHYCTYFDK
KIPDFDESPEVLRDINCEKESVLKIESNPIALCLEENKVIEKNYMKFQNGPTALVSEYCRLNCSHIDGFDDGWGKFCQNI



RAGFSHSLYNFVCNATDTKDYYSLIQLCDGITDCTNGADEFGCPLPDRFHCDLNVTAEWVHIDKVCDLVKDCSNGADECG
SCQFGALSSSEFLIQSRVILAITSIMGILIIVLNLKEGYKCYKTCCSSKTKAIDRIFLLQIFLYDGMMGVYLCSIVIASI
ALQVKGNYCLIEQDWRASPFCSTFGVIFSVSTHGSLSAIASVSITRFLTCHSFVTEISMRAVVVGSAICAFCNVFHSVMP
VLPINVVQDTFRTAVFFKNLNENPFLKSNPVNVSRLTELYNRIFNQEGKHDIYKMSKKLNNITTKREIFDLTEISYYGNT
RLCVHNIFKDHGDHPMYRAYRILYCIVLLVLLITVSIAYVKIVLKQRSSALATNSNAATPNSATLTLKVALMIGSQIACW
IPLVIAIGYFQYLSKGPASPIVFEVFALVVMPINSFLNPVFYSELYKKVVLAVNAKRKRLEGFFLSRFRPGKSAGALNDI
SMSDPGSKPRLAREAMEALNVPPLNFQSSIEFNAVSDIPRHVLSYVGVFHSEDTLSSVIEFLSTKLKLGREDLRLWKMSS
NQKLTLLDETEEKTLDSLGIKHSNNILIEIRNTDMSWPEEVINIVTQNRDIDRRAPTARVNGTTGLNNLGNTCFMNSSIQ
CLSNTRALTVYFLKGLYQKELSQNNPDSLNGLLALRYADLIKNLWSCSSRTIAPLKMRWTVAKFAPQFSGFGQHDAQELL
DFLLDGLHEDLNRVTTKPYTPLNDSNKRSDLEVFVVRLDPENLTTQYCLWLNNEYTLNHVRKRLIAKIPAIKHLLFVDVE
DSAVKRVIGINEPLHNINFPLYAFELPGDGPQPDDYVVVYSRHYATIDKYFFDWQHRQVKLFGTPFIVPSASNPGISQAA
TIQERIRIYLIKMYGFDDDFIDEMMFNINIKKVKQGGRDCCLCPWKELCYGHKLMEDPDLGGCGYLTVDWSSAVVHLIRQ
YDDDVTILQDSSVKEAKQRQSQPVDLSLCLKGFTKEEEIAEWYCSRCLSHKNAIKKLDIWRLPPFLIIHLKRFSFRGGKW
EKCKRTVSFQDSFDPSPFLVQSSQISLSDRMRTESVTHKTVLVENDGGDDYDEVSKKCNDMRPFYDLYAVTAHTGQLGGG
HYVAFAMNPNRQWYYYNDSQVCGTTTTIPRFVVLLQRFPGLWYYYNDSQVGSFTTTIPRLVVLL                
>Mlei_ML141720a                                                                 
MLRACINYTSDNYKDTLLSKTYGSVDINVQSNTAPNMISKYKSFLKLLDCKDRNKAIHAFQVFQEMCAYNGCLSDGQQDA
QEAFHAIVHSMCSEESKRRKNAVLQTFGVIRTTFKDLPKEKKKKVNEFANLARGGTFINSLFGGTTINQITCLTCSSITK
TLDHFVDLSVPLPKKEDNKPRAKQKSSGEGGLSKHQKKKQQKENRKKGKKGRDRKDSSCPSQSPSPAEVSTNSEPKSPTS
LIDTTSSLHSTLENADFPSQSDVVTEQPEQDTPSIVTENVCTVMNGNDSDTEHNLVTEESVTIAVDDIEVDIENDKVPEV
DEKSIEIEVFDSSMEADKKLRGGYSASCGSEDDGDGMLFSLFNLEGEDSSNETKSSVENLTNLMGDLDISTDTVDLENTD
FGRDTLDACLAQFCKEEILTGDNQFSCINCARQTSDHNSLNVSCARSTDSSMSEDENSEDSSSDEKIKPVLRDAKCRYFL
STLPPILVVHLKRFTQDHKGFLIKDRRHINYPLELDLDKFTANGSGNKYKLFGVVDHSGTLHRGHYTAYVRKRDTSLDES
FKDPSIPLEELIRLLGSVNAEKSGDLDKWYFCNDERITETTLKRVLNADAYLLFYERCLPFS                  
>Mlei_ML22781a                                                                  
QEIFEGVITNETKCLTCEAVSCKDEPFMDLSVEIEQNTSLNHCLRSFSSMETLSGAQKYFCESCCSKQEAQKRMRIKKQP
KVLALHLKRFKYVENDNRYKKLTYRVVFPLELRLFITSEHANNPECLYSLMSVVVHCGNGPNKGHYICAVKSHDFWLIFD
DEVVEKVDEKSIEDFFGHDNPRTSNGLEVGYILFYEAVDNDPSLLT                                  
>Mlei_ML25283a                                                                  
MADYLDNTGVNGLANIGNTCYMNCILQCLSHCRGLRDLFLLGQYKQQINRSNPIGTGGKTAEVYHSLLQDMWASRRGTTN
PHQLKSILASKSDLYSGFQQQDAQEFLSVLLDTLHEDLNQGDIKKTFEMPDGDGKCDEEVAGESWNFHKQRNESFFVENF
MGQYKSKVSCLECGKVSITFDPYMYLSLPMAKDKSPVEYCFLALATAAVARCKVYAHLPIGANVLLKKISEDLKIDCDKL
TLFTISKSTIVSAFVMSDMITAEKINEGQLIVRENKNSADSSMLIKVVYAVSEPFPQKTCASCGTGGDLKRCLRCRKVSY
CNQECQKKHYKNHKFECKAVLQTVGIPQVLYIKQKDLKFDKLQSFLNTANFHLNFIQSKKVKPRCELRLGNETGTDNDSA
PLNSSTKSSEIINAIKQGTTFVLVYDNSSKNLLGQQEFEIFDHDSFRSVQPKSSLGDCFSAFTQEECLPDSELWRCPRCK
KLQKATKQISLYSCPNYLIVHLKRFQAKNIIVFDKIDKLITFPTNNLDLLEYSVRRSNVPQGYYVYDLYGVANHYGSLYR
GHYTAYARLSGANSTWREFDDRTVTDMNENSVQSSAAYVLFYKRRRFTESISRGIVSSDEDEEEYFDACTGVAHKDISDH
SDDNSCYFEAKVPEKEESPEIIENIIIPTSPSCKLTQDSTENMELDETESQKTAEGSSSSDVSCDYIKVGSCDLAESKLT
EDECSDRVSPIQDEEVSNPISLDTIQINFEDQLD                                              
>Mlei_ML27056a                                                                  
MSIDHGECLHIVNICTSEKYKLLLDCFVSGRSSKELLLRSKLKKCSKCSDSAGWTFLCLECGYFGCHSSTNSHKYSHYAA
TNHKMFMDLNNGHVWCMKCETFVFNDNLETVRMWHNSEKPGRVLAFEEWEPPIEDISLLIRSSKRRRIKSGSSIGLRGLT
NLGSTCFMSCILQSLLHTPVLREYFLSEQHHCTGDERKQCLACEMVWLFQEMLSGQKSPISPHKMLHLVWTQARVLAGYD
QQDAHEFFITYLDLLHRHLIKQDLSNSGVSNGVPHNSLDCSCAIHQIFTGALQSDLTCTNCNNISATVEPFWDISLDLVP
RDNGDKISDSASVCSSISVDSEPSDDEPPVTLDECLERFTRPERLGSEAKIRCSLCGVAQEGTKQLSLKQIPVVVCIHIK
RFRHSKKTRKLGNPLEFPFELDLSPYLTSVINKSNKVKEEIGRYRLFAVVNHMGTTDSGHYINYVLHAGEQWFRCDDTYL
TKVSKETVLNSEAYMLFYHKKVIEYS                                                      
>Mlei_ML28251a                                                                  
MDKIIEGIFAVDKDHKQKLVLIQTLKPHLSKVDVIAGQKIISLCVDRMSDDTLSSVRSLSSHILSIMFQVYPGRVITALS
QEEHNNREFIMLTSKLIIRSLSRPDISYQEGKKIGDMLSNNKQLTFTPADIRTIIAQLHKSKHWFSNTSTWLETYFYYSG
LTDQKCDVLEQSVFTADQASLVTILKLVASKLAVGDLSLSQGSILSNIKDRTIVETASQEFLSSLTDSDISKCFDNLLDL
QTQGLVLSHWIVCLTKCLSSKKRYMLVIQLSERIVESLLDNSTSYPSMDSVELSCQLLLLHQHSPFLFHRHFTRLLTFES
EECVKKTVQSMMLKFPHFGRLYGKTRNTSMFPWFELQNKLANFNLSSNRGVGFNNMGNTCYFNSLIQAMWLSVPFQMDVI
FNRVDSSVLSELRRVFLNLSYSVRQSFSPDTLFHVVRPPWFAFGSQQDSAELLRHMFDLISSGSGSSGTQPGNPLRDGLA
GGRDLGSLESSKYRQYYTANKDINTESQPSQIITKHFQGVQEVTIVCDTCGTASSKEEQFLFLSLPCGKEPTSLEALINR
SLATEELYQENQYHCETCSTKSDAIRKTTLNKMPNTFIFTINRFSYDKELKCRSKLLTKVQIPALLRFSSDSSSFSVATA
TTTDANNDIAYQLYGTVVHSGSTTESGHYYTYGVPSSYSSSTVLNHCLCFNDSRVTYINEDLVNFPRGNMDTPYLLFYQR
LPYELPPLDLEVGELSEILNSNLRWLQQQVQEPGAKQTGSKFQEPPSKDEDDDKSEFYSRGCHSNEFAAGSSRFIY    
>Mlei_ML306127a                                                                 
MVKKLTLARSTQELEEKAENVRIDEKSDEATLLRYIKSANAVFTNAESVYTKGDEEQAYIYFLKFFHVYSQLRSTIAYIE
KNQAVLAETNRLLPIAKCKTALDRAEKLKKSLTKRYAERDAIQLQEKKEKEETKRLEEERDRELAELERLKLEAAQPAVD
AAALFSSENLKFNVSDSVFYTTCTPGTISERLTSSEIRELILMKEHKIQWDKRSSYDVIVIFDSDSQYTSVAELSNAPIN



IVRECCTDCLDPNFINSDLPKVLDGGYASWVYHFPKNCTNPDRARKVKPPKKNVRRSAPAMLLPLPTTKAAAIYPELNKD
TEPKPLPPVLAVEEVSAPPVSSVSSVLAHPDSLSAGVQPSVVTCGNVQISMPQSPQTIQINQWNQEKHVLPNNALPPEQH
ASRLQTNITPQSISQPALSQSVPPSYQPHSQPAADLRQAHVKPSRSDGSLKITNVYEGTPPTATSSQFGTPPTAPSSQFG
TPSTAPSSQFGTPPTAPSSQFGTPPTSSPSISSSQFVSPPAQYGQQAPAPTLSTAGAVPGSVPQNIPNSQPNMIHEDSVT
TFPAKAPQAKTPDPIYAQVEVRRKVPSNATTTTNKPSVEYADIRSIQPAVDRPAVDRSNKPKETPVQTVQPAARNNRAPV
DLTKPPAYMTQSQNNTPHHPHQPHTTSQPTRPQFQQPQPPRSSPQQPQQQQSQQPSPQHSVQHPPQRQQPTQPTRHLPQS
PPARNTEVKTQPVPPTKNPTVNRVVKPLSARELEEKNMRMMPAFGSVQRGTCGLKNIGNTCFMNAVLQCLSAIAPLTQYF
MCGKYKYEINPDNPLGTKGLVAEEYAFLVRAMWSDRFRHLAPKDWKEAIGRFRPQFLDYSQKDSQEFTSFMLDALHEDLN
RVSLSEKKKKQPEIDFSKMTYKEGGRAAWNCYTSRNNSIIVDLFQGQFRNITRCLRCGYESVTFDTFMYLTVPVGKSRTN
LRDCIENFCREERIEWRCDKCHVMGDASKEITVWRLPRILVVILKRFSYTGMWRDKITTFVDFPITNFRAVAGEVNWISN
REEGKIYRLFGVTNHTGTLEGGHYIGCARNPLSGDWFTYDDHVIRPMKAEQTKKKEAYLLFYTSSDERDDIRQLNFKG  
>Mlei_ML32957a                                                                  
MALLQVYFEHINVRDGKIKRWASNSFNVESLKMTGLKFIWDVSLEAKDEVVSRDAMNYLLRVNYSALSPKLKKDCSALHL
NFTNHCQELLQGCVEASRNEPSEEVLKRTANILNITTDYIVLAESAHKGVRLLEPHGARYLGSLITFSLELDKDNSIRVF
HHVNEKVAAVRLRAAKLSKCSPDAVELRVADETLVPNNDNKLLNLSQISEGCVVKVRVLPSASSPVKSWNEELNTPVKFE
KQLPGVLLTTQPKVHRNLQILSTMGKPVSQAVQRLLNQLPTDPCIQEVLESLETGKIKNAEQTLSDLLTGPVTKITYNLE
AISARIIPVEKDSSDRLALNTIFMNLTTEFPGAKSGSRCPLDLFYEIFNVDSGVDPRSRRPSNMTLSELFLGEVKEEYLE
VSLLVVSIFRGLLCGISSPLFKHNTPLNVTYLKKLTREQLSAMMRFFTHTALSGSFGSKLKSRGQPFTSQNSSTINRISD
IHSALGCEAFELVMLGATYHPQGIGVLFDIMEQPGGYKRMLLDLLLYTPSGEVRSLVAAELEKLCIAQRETSTTDDQDMM
DVDNDNVPNVHHKLLQILLKTPLPIWGPSVHVRDTQKRLLSRCTQFFSLTSFLLREMSLDSDICRQLSINDLVKDEIKLL
KTAAAEGNVQQAFVAGHLRLLCSLASMKGVDKRHVGKKLIPTLLGDFLFPAANIMYKSSGSKTRSKGLNDAPVTVNSEET
QSAAYSLLVTLVNDSPENSRDVTLELVRLHHQPNQDLVTEWNYNPMVQPRADCGYVGLKNGGATCYMNAVLQQLHAVPGL
SESVLCLQPPSPSSPSRSSQPKYGEEMFLQYQHLLGNLSESQQKFYTPEGFWKTFKLWGQPINLHEQQDAFELFNNLTDQ
VDDVAKARGENRIYQTQFGGEFVDQKICVECPHRSDLVEPFMSLSVSIRTGNLDDSLEQFVKGEVLEGDNAYLCEECDEK
RTTLKRMCIKTLPNVLVIHLKRFDYDWERNKAFKFDDYFSFPNQLDMLPYTQVGVEGTAKQKRDVTSLYTLCGVVVHSGQ
ANAGHYYSFIRKRGTGDWFKFNDDTVTPIKMTDQTMVEECFGGEFKSKGSSSTRNRYWNAYILFYDRVNEMCPPSPWKKP
QKPISPSKRLKASRLSLTKLSNIPDHMEDNDPVNALEELIKTGEKSGMFHEKLPPVVRNAIMESNTKLLKERAVFNESYF
NFVRKLVITNIASDNVKEFTHWSTKLMCNFYLHTFLHVGSSFQFHEEAWMETFRIVMESEISAVATFFEFISSTRNHDYL
TLHLLTCPRGYIRKKFAALVKTAMDCLQKTDRLLTPVVDTFISRYLALISRELTENNKYCEDYFGVLYHYSKLSGDAARH
LRSRNFIVLFTNFLVGPTQNSGSNGSNGEHQPKWTSSQLHNFIPGYQTLGQIMSHTSLSQFHSTETNTPNPLASINPEPD
APDSTQGVHTIMSDTTVASNFLSHLLEVCHSVGQGSVSGTLCLMSWCNQTLTTNLLSQLVSRLAGVQAHELKPLFTLLLH
LLALEDPYQLLRVENVITGEYGLLNLVRRSSSEDPKRAYQCVKFLTQLLRSNPTAKKHILEHITDWQWSVNWLKTAFETE
AKSSSVSNESASTKGFQRTTSAQETLSDATALLNEFESSQ                                        
>Ocar_g79_t1                                                                    
MEYRELKGAVADGSENYPVGCIAFDGFEELLWVANQGGHATAYYGSELEKYSSFQAFNEGITQIFPSKDGLLALCNSGIR
CIGKQGIPKFTLHSTDHKELDSVLCGLLMSNESLLLAGERDLFDFDVNKATVKKKVSIDEPVAILRKAPRLVCCGETSGK
VSLRDSRTLSVEHVLESHSYGLSDVDISGNLPVEPLFLKFVPAYTSRLAIISQTGQLLLCDPSVPHSAIASTRSQVLAEG
TFCYGMDVSSTGQALAFVDSEGVVHLWSSNGQPLFNFHSSETVFPDPIPLLPYLDFDDLNAPLSLIPMNFPHNGSSLLSD
WPDSLSKPVLSRPLPKIDPEILQNMKVVDGIGRAPNPGKRRRNQVPYDLNMSKLSGKGVESKKEQEDMECGIPKEYWKVE
MKYTKSGMEDFEEYNKTCLAGLDNHSPNSCCNPMVQLLYYLEPLRVGLQSHVCLQESCIACQLGFLFKMLDMSMGKTCRP
VNFLRVFQTLPQALALGLVLTEKDEGMEKSNLIRLLQSWSRFVLQQVNQLQSSRILRLPDVIFISCMEDIKDFEFWKSQQ
KFVNEGDFWLPEKLKVVLNESTGDVTVEAVRRDEEVSLPALEYALASKVAYIENPQKGGHLVAHIKVGSSYHARKKGQPG
ETWYLFNDFAVSHVDKDESLQFSEWRIPCHLCYSLSGLNDRYPSKADLCLDVSLLKPSAINALPFFPISSLRSLQADEFP
SIVAMDSEFVTLRQQESELRIDGTQAMIKPSQMSPARITVIRGDPPWEGEPFIDDYISHSEHGVVDYMTKYSGIQPGDLD
PSISKKQLTTMKKCYLKLRCLFDREVKVVGHGLKNDFTVINIDVPPEQVLDTVELFHLDGQRYLSLRFMAWYFLGLHIQK
KEHDSIEDAKTALKLYRKYEQLKSDPSVDFIAALERLYKAGRQHNWTVPA                              
>Ocar_g203_t1                                                                   
MDVDEEMPQVPGEEALLPDEGKKDLDEEGEDDRLKATGAVEMTIEDVENLKGTVYSDIIWIRGLPWRLMAMPKGNFDENA
KTLGIFLQCCPNEVVEAIPSSWYCHAIVEFRVNRHLSTKKAFTRRIEHSFCTKENDWGFPSFLTWEDLLNLSEGYLCNGA
LDVSARVTADAPHGVNWDSKRLTGHVGLKNQGATCYMSSLLQTLFFTTKLQKAVYHIPTEMDDSDRSVAFAMQRVFYELQ
FSDKPVATKKLTKSFGWDTWDSFMQHDIQELCRVLLDNLEQKMVGTVVEGTIPKLFEGKMEVRFKNNAVAIRPESRRKIR
VSSYVKCTQVDYTSSRFAMQLSLVFESFDDYIASELLNGDNKYDAGDLGLQEAKKGVIFTKLPPVLNLHLMRFQYDPKTE
TNIKWFKFDDDVVSCCTASEAVDSNYGGTNQDYFFSRMYTNAYMLVYAKESCLETVLAPVLETDIPNALIERLVDERSLE
ERRRKEKRESHLYLDVQVFTADHFHSHIGYDLFGSRENVPSAFRVVRMMPFNEVQNQISNQMGYGLNKLRLWVVQARQNS
TYRPAAIGPQQLHDPVSLFLKNQPAITNLNVGADQLPEYDIASLYTSMQHCVSPFRSFPGDLLLFFKWYNPASGILSFVT
YFPVPLGTKFSELVPALCSSVGLPEDTKLDLYEEICQRNIEPVNLDSLVSVENEYQDGDIICFQKACDFSLSFGFPASVD
DYFKQLDTEITVMFHDATTPGDIGSFSLDLSYRLNYNQVASHVGTFLDVDPLYIQFLQPNPSRTNVPGHPLRSTFTGTLK
DLVSMSMRLHLPHVLFYQKKELLLFVNVDSTIRDVLLAAKKQLSKVHGYEVKNTLRLVDVVSARIFGVYSEDGRTDAIPQ
SKVVRLEEVPEEEMALAEDEMLVPVAHFHKEVFHTFGTPFFLVLKDKEPISSLRYRIQEKLELSDKDFEKYKLAVVKSAR
PFYFSEDESDKEAISLTDFKPTPSIHPSMTTIK                                               
>Ocar_g455_t1                                                                   
PTVEVVYAEPGERHGKGWLVDLVNAFGNYDGFEMLRSRVINGGNLNVQIMAALIRLVACFGIFMGLFAMWVWPFGGCAEV



LTLDCLQKYLVPCADQILTVLEGLTDEDLKKEAKNEAKNDAFPSLFRSLKTVYQYDVDRKEMAQKMEEFRMKMILRLLQI
SSFNGKMNALNEVNKMVLSSYGSYASRAYEDDDPVGPETLVSWIKTNDVLTIVLRDNLHQPQYVEKLEKILQFMIRQKAL
NQTDLDAIWAAQAGKHEAIVKNVHDLLARLAWNFSAEQLDHLFHCFQESWVQAGKRQREKLIELIRRLAEDDKDGERDQH
KTQWLERCLEEVKSDTWVLPAIKMMKDIFMMYLEAPINTGHHPSLYYRQEMIQHFDSKSSLIELVALNLETYMKKVKKHL
EINSDVTPSVLMLDGRAGHEQQVNDRLTFLKFILKDGRLYLCLDHAVKIWECLAKNAVFPCDREACFKWFSKVFCHTHFP
QSFHSSMVAKVMGDDPDLDPSSCQPFFEEHVMQLDPAFLTESGMNESQGPENVRQKAQVLDKQFDDGWAGLCVILSGCDE
IASKAIELVKDVYTHLNPTLMNRQISIHQSFIKHCFSYLEKSCEVLNEKSERLPHEGDSSTTGQGQDKPMHISQMIRCLT
LLREYVAQCDDTHKNERLVLPHGKFYQQKLDTRGMVLHPRILPQTHQQILHQKTALVEMQSRVFLECLRDRAHELLDLIP
SESETVKNMWKCKDTNDFTELENILVSVPPLHTLYHLEVLQSLLLPAKLSQDDDLGDSFQLWFMEKGGIPLLLKLLEDTA
FMADADLSTRKSAYHVIIRLIRLFLISLGAAQNVSWARELARSSKDFGKVSHQRIEQLQQALSSLPSINTDILLKQIVDW
IGQSASEDVRSDVLGNVDLVTLETVHCIQRLAWSAAAGAVQLAKSSAEEIHKAVESASLFFTDTLGFYSSLKFQGIPVFL
LIISLFCAGKVFWGLNISNVLAGFQSSGGALTVEDALLEGHLKITKELLQFQSADVKHRLGSLEGGENLVQELVEEFLCP
ASRQLSFYKKQNAPLPSESVQAICSTHPTQQAAYDLLVALCNGCVPNMERLCQLQDELFYSERESPLTEWEYMPPVGARP
VRGFVGLKNAGATCYMNSVLQMLFMIPSVRNCILKIEGLWKETEEEEPSFVEERNEKNQRLNEKAETIVGADESSNSAES
IKAYRMVVLKQVQCIFGHLMKSRLQYYTPRGLWKAFKMADRPVNVREQQDAMEFFNGIVDCIDEGLRALEHEEVVSKVLG
GSFADQKICKGCPHRYAREEKFMSLAVDIRHHTHLLESLEQYVKGDLLEGDNAYFCEKCGKKVDTVKRMCIKTLPPVLAI
QLKRFDYDWERDCAVKFNDYIEFPRELDMEPYTVDGLAKIDGERIDVSNDEDDIETKDEKKDQSQCTKYNLAGMVVHSGQ
ASGGHYYSFIMQKFKGGSCQWYKFEDGEVSEAKMDDDEELKAQCFGGEFVGETYDHVMKRMQYRRQKRWWNGYLLFYERC
DSPFTVVSSEPGKLPCLAGAIERGIQKENLEFMHLKALFNLENFRFVRNLVDSVAQLASDQRNRTKSEETLIMLVLKHLT
KFLLSYGLRTKKAIRGSAGDWVNGLLSLLKCSKDLRFWFASSALFRHLERFVEYLLECPNQEVRTAFSRLLAYLAHYSQT
DGPYTPDPPLLPVSSSSSSGYGSGSDVIQAPPAATEERTLSDWIVEAVLNLVNKELGEHDRHISQYFQFFLIYAGFGASE
RSQLLKMRVPELFIKLSLGEGPTLIGYRHHATDLSRLYSVVSLLVRCYDVSDQHRGVKDAGVLKNEFYELHPPEPMHEEV
KEALFVSQKYLKKVISENTGAEDTHRLFQITYAYTYELKPFLDLLFCMLILEDTWHKARLLNTIKGGFQEDQVDGLLELI
HRSKGHHQKRAYQCIKMLVSLFNVSKAANDLLQEDQISRSFKASVTWLEGELDKRPYGHSYSYNNWSPPAQSNETSNGYF
LERSNSAKNTLARAYDLLPEDEQDEPEPMVDDDDVTPGDSPAVSTVPTMSHFNNQYDDSELDQNEPPPPPEMQSSRPTKT
KSVDNLDQIDSIDDQVRNNGGGGDEETITEADQ                                               
>Ocar_g553_t1                                                                   
MASPGISNSRVHGHWDPVSGFDGVIHLPDESFHVEPASRYVEGQMDSYTSVLYKESDVTFNGTFPICSDLSKKLLSIQTI
TEMTYHIEQANQMFRETDFTPEIRNIGFRIDKILIYTDESSPDNPFIGNFEVDELLDTFSELDISEHCLGHLFTYRDFDS
GVIGLAWVGGTGKGSGGVCEMEKTGTNQGERSLNTGLTSLLNYGRTVPRSISAVTTTHELGHNFGSPHDSPGSECAPGGS
QGNFIMYASATDGNLPNNRKVTYGHFLKEENRGPQCGNGVIEEGEECDCGSSDAEECRSVDPCCTPGNCTLLDEALCSPL
LKPCCNNSCIFTTSVCRLEEECAFATYCNGTSGDCPKPEPKPDNEPCDGGAKVCQDGMCSGSICSQWSSTPCSCSSASQA
CHVCCQSNGICQSTENQPGANLTYLPAGTPCLNLTGYCTQQWECKVVDNQTPLDDLKDILNKINLGDIGEWMKDNWYVAV
GGLAGLIVFLYLFIKIIDFMVHSTSSKGKDTDTKKDTVIAVVCFTLSIIAFVTTGSILLLVLVNGVTKLYGRDLRAQWFG
SVRRSSSVTLGHRTTANTFPSRTNSPSPSPSLLSRQYSGPTPRASTPAGCGVPISELRRPDLKRSPKRGKTGNKASSKGG
SWWPVWRWPPLGGQVRVDHPPGIVNQGTNTCFLNSSLQCLARAPGFISKIQGGGGGNSLAKENQLVLSLRRLLSVLMVDK
DKWATTSNVNNMGFRFAAHALNPSLIASPIREHQLQTDVGEFLLWLLDAIHEATIKRDHSKEECAIDLQDEDKMFEQLSL
PLECKNLEFLTQAQRLCNKYLVNAKVTEESTYVKPLTALCKVKWAIHLIENDSAVTSTFGGQLVEARRCLSCNRLSVNLE
SFYMLPVSLVASDLQTCLEKFSEKEKMESLHRLQCPCTEEGKPDAGLGERRALLDVPPPCLTIQLQRFSYNAALHKVDKK
HLPIDFPLDDLDISTIMMTNFFGSHNGVRRQVLYRLYAVCCHLGSHSASYGHYVAYCHHPEDDQWYLFDDEYVSCISDMV
SEKRTKEIRENAYLLFYTRKE                                                           
>Ocar_g832_t1                                                                   
MYTEVSGREGLAVDIVPLMDQTLINKYGDLKAALCRLSGLKETFRGVPKDSQKLKMGANYLHAYELPAEDEEEEEEKSQP
VDLKTEESVATSSVNEEDASSPEESVVKSHDESGMNGEVKPGENENVGISSSGENSPETRLCSCLTMDRKEVTDHPLSPT
KLNQEVQPPQKESSVDGTESEETSSPKQVNGIGNFLVAINRRMIPMDSFFLPHQKSRPYPFGLPVIVKWIAGKTQQRELY
EDVMRQVERFLSPKESQEREEDDEEDKPGFQYPFVLKSVTKEGMICSKCGWHRCCRGCTVDCNDAVYQPSNSFLAIDWNT
VDYYLRYQFSQDRLLQDHSSIEQNRQQDIQPIDLDQCFEAFTKEEELGEEESWYCSKCKKHQIATKKMNIWKLPPVLIHS
GIMGGGHYVTFAKNDHVKKWYVFNDSSCKETEENRVESESPYLLFYEREGFQFRFDSEGREKANANGDDDDDYNSDYRRS
CVIQ                                                                            
>Ocar_g1496_t1                                                                  
MANRTLSLWRLPEVLVFHLKGFSCSASSRKKLDTFIDIPICNLDMTDYVGKKENDGQSMLYDLCAISNHDGGLHGGHYTA
YCKNKTTGDWYHFDDSAVTKVDDVERTLRSKPVYFLIYLRKNLES                                   
>Ocar_g1586_t1                                                                  
MSEFEIILKAIIASSKHSKATKKKILDTVIKTIAERSSESVPGVIRLAFQWIQKSSEMTEAYAANRILERLGSNFSDQIA
AIFTAKSVVDIFSPEDNPELPLRTPAIWEKDQEFLGDSLMEIFHIISAGNEIPSRALASFVEFIPFKEIGPSIASVLLNS
NITDLSIGLIAKDIPKMMATLQNAATPAAFLDKLSCLWHCLIYLHPRYPALNDLILSAIEGFEKPSVAEMQAAIDENAWL
SSSDDRNTISSSHQPLLQKGKTGLHNLGNTCYMNSVIQSLYMQDGFYQSVITSKVEISTHVSPRLLFDLRTYGLARPGWF
ELGVQQDCAEFLRHLIDRLRDEETASNSDADGTLKPIEMWFDGRLATGCVCHTCGGKSESEEPFTDLALALPPSDLDGIP
SVPSLLRDFLLPEELNGDNQYYCGSCESTRDALRWVAVRKAPRCLLITIKRFSYDVVKKKRFKIFREVNCPLFIDLPMEG
DGLSVQYALNAIVVHSGTSSDCGHYYTYARSSSVEGSAWFLLNDSFVLESSYEGFLDKTKRCREDTAYLLVYVAKVAEDA
GSEAVPRESTAIPENLVEEVTRDNAKLLEEQETEARARRGLFLLRKDKERGNSNKRDPPSGGCGTGMGSTGMEGRFIF  
>Ocar_g1778_t1                                                                  



MSIQEKEAQPVSVGNGCREKKSRQAALNLLVTLARGCPDNLEVLVKKLIPMHHHYNYEIAKQWEFQPPVAPRASCGFVGI
KNGGATCYMNSVIQQLYMQPVIRNTLLALDDPEMDEESTFYQMQQLFGHLLDSQLEHYIPEHFWNVFKLWGNPVNIREQQ
DAFEFFTNVTDQLDEELKKYDRPQIFSKTFGGLFVDQIVCKDCPHRYERKETFWSLPLGIKSSHTLEEALQQFVKGEVLE
KDNAYFCEKCGNKRDATKRMSIKALPQLLVIHLKRFGYNWEEQKALKNNEYFRFPWTIDMAPYTAEALGLGRSSPESSEF
LSSVVEEKDAQEEDTQPYYMESDPDCSVTAGPLVSTSKMYELVGIVVHSGQASAGHYYSFVKDLRRDEGGDHWYKFNDTS
VEEIDMDESTLETECFGGLFKSKTIDIGTVMRAKNAYMLFYKAAAQPEAAEREGRRCLPSEREDNGSEDELGELTALVQK
GEKTALFPARMPVQDENLRFMQNRDVFNSDYFDFVYNLTLANVGFISEDSSGLLGA                        
>Ocar_g1912_t1                                                                  
MLHYVTYKCPNCLSSSEPFGYNQLVYHVSVSALITQFQQHRLAGKPTTFGQLLCECGSAGQYHICQKVTCQQRYATIQKT
LLNLPDVVSIGLIWDTDCAGMEQITELVKMIGTTVRLTETRAVVAFRAGTLFDHVSERRTPDQEYVLVGLMAYYGMHYST
YCLHTRQGEWIYFDDSRFRKVGSAWNLVVKECLKGHYQPLLLVYANPAAIPIPRLAVAAEEVASTAVPTAPPQEEAAVSS
TPPEQDLISFKETVPPVPAAFEEFCQAAERATVEAQPKEVSGDSEAALDLYARNYKEALVLLPPGDDRQIAVKMKRDRSR
ERARCLARKLGIRRQQSVNSSTLSGMEATEQPSRPDHKTGFIPPPSVPASTRPQQMKDWSLCSQCGTNTVNL        
>Ocar_g2021_t1                                                                  
MSAQMKYKGDADKGVSSTLTSLADREKWEPLLRAKDNLLRQKDLVIERQRITIDKMRTDLQLMEGELNRAYIANSQDDLL
AAQLQEHKCETAALKAHLAELELAKKHQVNALSEKLGKTEAEYEEVKTALQEMAQTFKQDVVSLKNQLEKKDEICAALVE
EKTVLEKSREEIEGRLQNYETYIARLPSEEEHQALCYLRVILDSFYIERLQSEVDKSMERMSGQRLDLQAARQELEAKET
KLHKLQDQISALLATSENRAQLKDCNLAASVSSSHSQSDYQVALRLEAERDHLRKTLAEREIAQQAHIEQLKRRFKERHS
EVDAVSSMRLVVASAQDETSKSRASIATLSEHNQQLLEEVLTLKDQIRLRESEFDDRARXDMQAVVDCYLGYRSGKDPDI
SKLLGINSNCADDREDDPDQIDLISANQILLREVENIREDINRVRTSLSDMCYSCDNEVSQDAFIDCIRYLKKELGMHKE
VAAVVHDTGDRAKQMAVPSFASIKGPSIEVTPIPSIDSASLAVSLNSLYSAFHSPGHGTVSPKRLFSAICQKARRFHGYQ
QQDSQELLRYLLDALKVEEIKVQRLRAGLVSRAGGMKSEVEERIKRCGISTSTFVDDIFGGKLLSTVVCQECGTMSRVTE
SFLDLSLPICDDRLHIRQRVSQRGERNDDSISSPSNTDMPQKGNGAKKLSKHQKKKIAQENRKKSRRARSYSLPNLRTNA
DKDNKGCESAAESDNDEDENEEENHPPEDLKEAVVAMKNMNISEKEESEEPTEKMPGTMEELVFSLRVPGGDSGDGASAD
VQSVDESSEEAAGLATLAPPYVPKPGLVSLEASLARFCTEEVLDGENKFGCENCTKKGGHPTSESPAVDYGSTEDGDEGE
ACKRPEKEKESSKSKMIYTVATKRLLLRKLPPVLTFHLKRFHQSNYSLRKINQKVPFPFDLDVAPFCSREAK        
>Ocar_g2701_t1                                                                  
MIRLLEDNRLEARKTVLDMDLISFKQSLEKSASKFSGYRQHDAHEFLFECLSRLHEDAKAALSSETQSVSESVCPVSLNF
ESRVNSSTTCKECKRRVQREETYYSFSLDIPLDGLVTCPSVQWMLDKYFEDEEVDYACSACGCKKSIGVDSICSDEVEGP
CKFTVPIESFHRKLKKKKEEVPLEDMTEEEQVQLAMALSLSGSSPFETDSAYGESPPKEAKTERGPSKKVRHDSAIGEEE
ADCTGAAAEGEDQDRAYDLVGVVSHLGAASSNGHYVCDVYDVENDSWKSCNDSIVTETKEATVRKDRSSAGYLFFYAQKQ
VPTSFDTCRPHHSLDEDSVEVIRKSESPVLPVLLHNNRNPKNEVHLTSKQFEAASNQGDSTVANYTRLAVKGRNAQMKRH
GGECTIVVTNADNQPMELATLIVEVERREVVKRCDFETDLCQLQSANRHQLSWTHNCGGKTTTPNTEIGFF         
>Ocar_g2826_t1                                                                  
MARKDVEPESEASEEDPSSTWLLDIQLASSTKELVKEKIAFVDAKSPDRHYEELKRRYKPINAVKTNSNGPQTASQLQQE
RYRQCDGLPTPKIVLFSPDRVDTNWKTPKRIGAGLANLGNTCFLNSVLQCLTYTPPLINYMNSGDHKASCRVRGFCVLCE
LHQHVEEAHRRVGQTMQPLGIVSKLKNIAKHLRVGRQEDAHEFLRYLIDGLQRACLAGFSTGSLDRPSQETTAIHQIFGG
YYRSQVICFKCRNKSDTYEPLLDLSLNIKDCITLRKALEKYIQPEILDGCNKYFCSKCKQKVKAQKRLTVHRPPHVLTIQ
FKRFEFSSMFGFKIGKEVKFEDTLDLRPFLSNRNGPKELYQLNAVLVHSGYSCNSGHYYCYVKSPAGYWFCMNDSQVRQV
SQQSVLSQQAYLLFYCHVQPKSQSQQHSQFVIKKPAKPSWEEALTGKKSQPAASVKPPDKPETAMVNQAEKSVPSFQQKP
KEDEKSIAIFSSSKPTAVVPPSVTSLPPKPSLSKPISNLNCSQESVKERPLKEEKEKDKVVSSDGLKALKSYESPEGQRS
PSPARVVPATSTTPGSPEKVKQDDGEEFYGPEEPSGAETLKKKRKREKKQKKHKKHKSRLRGSDSEGDGSEKARFKGGIA
MATCHKRSVDSQDVLNQLTKSTGHGYGKSVRAWDGGPSKVNRLEESEPKRSKRDDWDDEYDKGRVNKVKSHHRKYTDMPR
NAFQQVQNKWNRKVNSNKASLRQGSSSSPPSWALTSYLASRILIILLIYVL                             
>Ocar_g3567_t1                                                                  
MTREVEDGWKDLLALLNRARIDLKGDPSFYLKPGELSSLTFLGQVWKKRGCALLDSEPKLLPIVRRLFHVFTRQNLVELL
ANVKARAVDSDAVFQRLAVASRVYNRIFPLYQERIADSGPIRRISSDERVTLTAYCDLKMDSDSPVFLLENVDAFCRSGS
AAIDYCITVEQLQYVKGKQYCPLVHYYARGVGVIRSLLNVSALAEFIAPLRDPVFKYLYLLSEEDMKPAEFVVAVKKMWE
TVKIAPTDTQIQFDKQTFDLAMKYLTGPTLTGRISGLKQISAEVTQITVAYSSLCSLPDSSPASSPSVIHSLADWITQNQ
LVEKLFGPSLHVELVKLSYPVLNFLATENYLTLRYLDSLWGSAQLKHSSHAVYSLLADLSRSLNTRCLRELLRLVSSVMP
HEQSSETVRLAYVLIRAAWGCRYKSDQTSKPAGDGGEGEGGNDARSGRRRQRKAKHVKRRDSSSTSYCSFDLDIDGIPLT
MMVTDPGQVLDSISIVTQPSPTGSSTNPCREAESTTEGVSGDLLPLVKKRKVFGDDAGSDWLFGNVCSRGNTLLWDLLQD
DCVCELPDGLTLEVEACLGELTCSVEDDQICQQFVESCLDNLANHRTVVFSLQLLSKIFTMSHKARTDRGAHDLTRMAEA
NFAMMERFFTNLTYFTKEAKEPNGQLQSLHSYEQEVKCRLDFLMSLFHRDVSEETLVLTLEQVDILWSCLVSEGSMANDA
LSWFLQQVQNPDYHALSEEAIMHLFFRKMPHLEAVCMSMTGLRLLQQLFHAIHSVHNDGDVKKEADKCGLSQIWLIALHA
YDQEVGVAAMNYVNSFYMTAEYGSLDREEEFIRKCMNSLVETLHNLDVDLSQSIHALRSGLTLLKSHLETFSVRYCFYLR
KWKVRGCGFSSHFISSLREAPVKVQCQVAGKPAESKTFELLPSSYVAELRAEIEEWLGSKSQSSRYAGAISFRIVASGHE
LTVDLDGKTLAEVGVKTDHKVYVSLSPVHRRQPDVHSATFELALSQLPEPKRDRLPMAILALEPNFTELFRLVEELEEKA
NELDDVYSKRELLSLLDGVQVDWDAMLDSRRPFQLLYGLQIVEQLLREKRNWKQSFIDLLGLEHLVNILKSGNLEAAVHE
QWNEWNQKCMAFLLRLVSLVGQSEKAQHKSRKAFSLRHGISSTSSSNISTDDSDSDDVDRNILSDAARAATPDDQDPGSL
CADVVAYALGLLRDWYLCCPSLHHLVLAHADLQSWLRALLLGSHAEAVRDKAHRCIFGLCLRNYNDGGAVVSRTGSRIVG
EPTPLLNPLLQELLSLLTEAETYSTVPRAKDESFVSGCHEYFYLVVCLIDVMRPTEVNVDWFKMATELVGRILKRPIWEE



PRSNEPDQGLVGLIRVANVVLRVVADKRLTAGCPPKCKNQISRTAAFEMLETIAFKSTENFENVIQLLSENQTDTHYPWY
YSPVEDVRSDCGYVGLINLGATCYLASCLQQLFMMPDFRKTLLEARMETGRRKRKTPLTAGMAAGAGKYFDEFRELQKLF
CVLEESERKAYNPRSLCKIYTMEKEALNPCEQKDMTEFFTDLISKLEEMTPELKLFRGVMTNNVVSLDCGHVSQTSEYFY
SVRCPVENMKDLHESLAEVTVKDTLEGDNMYTCSTCGKKVRAEKRACFKVLPKVLCINTMRYTFNMVTMAKEKVNTHFMF
PLRINMRDYCERHLMDDNGEDEDEFQCYEYELVGVLVHTGTADGGHYYSYIRDRIQPKQWYLFNDAEVKPFDPSQIPAEC
YGGEMKTQTYDSRSHRFMDFSFEKSHSAYMLFYECCPTPQLPAQVRPDIRLPGDIVKDIWRDNQQLLRDQLVFDDLFGQF
IWQLCNCGMKATALQSSEMHTWLGMSFVFQILVHSKDARHLSSWSEWLQQQLELSPAACTWFLLYASEKDDWLHKMLLRC
PTQNYKQMFIQLVLRAMGTLRNSQKKTYLQPFAPKSTEVIDVPDVTEMGAFATITVFIRSVLSLMEKHLKPTSPSCSDVF
QLLNQVAQLGKEEQVFLVSYGTVARVINFYSGTSSDGGGDACNDADEMDDEVVALLWGDRSNRPLYLEHMVSLAAVVVEA
SRHDKKLRLPQNDMNLLIGKKELPFLYQQIKDSLNLRKTAELVLSLSMYDKERAVMIIEMLVAAVCKLQSEVNFHAVLEA
DGLPGGDLTPIYSFNDRSRVGTHLDMRGKQPCCVP                                             
>Ocar_g4004_t1                                                                  
TAVDEGLTGLANLGNTCFMNSAIQCLSNVPQLTDYFLQREYIREINKSNPLGMKGHIAEAYGELMKEMWGKKPAVTPRSF
KHDSQELLAFLLDGLHEDLNRVVTKPYVEVKDSDGRPDDEVAEEAWINHLSRNRSVIVDHIQGQYKSTLVCPDCQKVSVT
FDPFMYLTLPLPVKKTKRYFITLVRLDPTKCPQKYCLTVRKDGCVSHLADALSKVSDIPSDQLLFADIYYSKIYKTLFHS
EHLSVNTRYDIRRFVQRPCPSPRVSDQDGVTLNSKREEEGGQPMEWLEENDKGEDEPCGQQKRAKTLHEVATAGDDTDEP
DEPDMFEMSFVNSSGNSVMKELGRERPIAFQDTITYMLLTWSYQSRQSHFDEKAAKDVFYDRPPSSEETKKSHSLYDCLQ
LFTATETLGKDDLWYCSKCEKHQMANKTMLLWKLPEVLVVHLKRFTYTRWSRDKLDTFIDFPVEDLDMTDYVQKKEKGDQ
AILYDLCAVSNHYGGLGGGHYTAYCKNKTTGGWHHFDDSSVTRVDDAERTVRSKAAYVLIYLKKSVVSKANDGQKKEEEQ
ANEKVEEGKTEQEEQNEASNEKMGQECDKKKEEDMTVVVGFEKFFKSTSKFGGGGGGKKPTEWWKDLFDPQNRTTLLMIG
VSVGAGYLLMSSGNRRKVEINWQDFRVNFLEKREVDRLVVVNRSFVRVFLKQTGESSDPGILTFNIGSVDSFERNLEQAQ
QEMGVDPAQQVPVFFVQETEVLKEVLKLSPTLLIIGALLYFSRRLSAGARSQGGIFGVGQSTAKLVNKEMNIKTKFKDVA
GCEEAKMEIIEFVNFLKNPKQYLDLGAKIPKGAVLSGPPGTGKTMLAQATAGEANVPFLSVSGSEFLEMFVGVGPARVRD
LFSTARKNAPCIIFIDEIDAVGRTRGRGGQFGGHDERENTLNQLLVEMDG                              
>Ocar_g4015_t1                                                                  
MLAGLFDTENDAFDKESSLQEGGYVLKRPSLPRGSTKLSGLDNLGATCYLNALLQTLHYSPEFRGKSERFPFSSKGFLQA
SCVETNGAAPQKDLQRASDGLLEVQQHDVQELNRILFSAIESSLVGTSGERIISSLYRGTLVNQITCKVCQRVSRREEEF
MDLPVLVRSCNSLEEGLRQQFVELEIMNGSDQYYCDQCCKKVDAAKGCQLKALPDILTFALLRFQYDFVKGERFKEIGRQ
TFPEELNMNPYCEGVRGSTHGGHYFAYIRDIDGLGVWTDPEDNDVEAVAVDSSGNAEFIEYNSPFELMKTLLEQQGGGPV
TVDRLCKSLQEQTGVSWNKQFKRAHGPINKFLKMATDVFEVHPSGMVSLKSNITLPKADLVVEKETKKSTKQTESPPLGQ
CWFSFNDTWIRPVTKNVLKTVYEGKESAYMLFYRRKTLERPTEALGNPSYGIPDDLLMEVDRMNDCLHEERKQYDLAVNK
ITLEVYFSKDFAYTDYALKPKQAGGDNEGLALSIDRRETVKDLKGAIAELDKEVSVSLKAMRLHKAKMLPAGLHLDKPID
GDDLSIGEDCGLATGWILFVWNGETVSGRDVPVGAGSEPLLLTLRYSPPTGDGDVCEKDVTSLKDSTLGCLKDLVSRVSQ
IARDELCLTHIKPGKGRVPPKVVKLDSGKDGLTLAELGLMDGEKVTAERTASSLSGRDNVGSLAVAEAARQHRMISFSVE
DGQPWPVVAVAVDKEETVGFLKIAVLEEIGGGDVKNVRLRIDDECQGLSPPCKMELRVWYLLTCYVEVREDASIGELSQG
QRLVIEEGKPLTSAEICLTVTLDVEGLTQKSEEFFISKNFTISIVLALAISKFDLCGVEWHFTQTNWCGEASGPLEDEDA
SVDDQKLKDGNVLLLHKGKLPPKGYVRLPVYLDGEGLTGRKPSSKSVFEWVKEGIQGRSSPSEPTETETKGESTSDMKTG
DSSRFVFLGEVEISKTSTLADLKTRVSSLPQMADYEIPTMDFMRLRELTENLEPGRVFRRMNQSLSHHKMTSSMKVVCTV
LNHEESQNQSAILLTVKQKLASEQSYGPSLEVVFDATSIPTPDSLKKCISDALKLPADSLVIAKHFPQKFEWTIIAQESN
VVRGKAKGKKKGAPGAKKINLRHSPYFLRDGDAIGVLFSDRPVQNADFSTPEDDAGRATLLVLEEEKRERRRQRRHEADS
VTRKRNPELGVQIFVPDFQKKADG                                                        
>Ocar_g4429_t1                                                                  
MKSASNWSGVGLGFLLGGGSSSSSVPSVPQPRRVLGYSASLSKKTSIRKLYEYILGRLKLRPDDLRLWDMQNESNAELWD
EDDERTFEELKLEENHKVLVEIRSRDLSWPEELLFLTSKKGRKRANSMSGGDNPLGLQGRIARRYSDLVADLWKGDASSI
APLKIRWTIGKYAPRFNGFQQHDSQELLAFLLDGLHEDLN                                        
>Ocar_g5706_t1                                                                  
MSRDAEEVVQFGDFTDEERKRLFQDEVGAVKFALRHPFKISPEPKPGDEKHAPNVATVATGAQPQLQPRSQPQPQPQSQP
QSQPQSQSSQPSPQSQPQSLSQGDQPQAHVAKTKPSSWAALVAGNSSKRSVEVTAVKAAGTSATALKPKVEVTGKVEGDD
EKIVTVIAPKNLKLAEEDAETPDETGSALQESDVGDEEDKSEEWEEVGPKKKTAITRKTTFKKSPMSELFGGVLRSCVRT
RGDGAKESATMEPFFTLKLDIQESSIWSIEASRRTAFALLPPVLILHLKRFVYDKTGGCQKVHKEIDYPLELEISKDLIT
EAARKKVSKNERMYKLFSVVYHHGKYASGGHYTCDVQSPGYGGWCHYDDNLLRVVSEQQILKHSSGKVAYLLYYQRSDLT
>Ocar_g6166_t1                                                                  
MLPFTPNARCVEHPGIMAAKMADSVRAVVPLSGIADAEKINYKCLVRDETQTNITKQRINFSIQSDSSISKFCSEVARRL
DYEESTFLLVWEKPSETHSTEDVILDAQLAQNLAELGLSERRNNFLVREKDGRPPVTIINKRGGGEMGGTFMTASSSVVG
SRSTNYSIRGIDAERTKYKCAVYDETQLVAEKQKATLYVQSNATVSFFYLEVARQLDYEDNTFVLAWEKPSDTSYSGIEV
ILDPRSSRTLTEVGLTDRRNGILLKNKNDYPPVKRGERCGTSSSAVMSAGSRSTNYSIRGIDAERTKYRCAVFDETQTAA
EKQNTTLYVQSDATVSFFYSEVASQLDYEDNTFVLAWEKPSETSYTRRIEEVILDPKSSQTLTEVGLTDRRNGILLKDKS
GHPPVKRGEMRGTSVTEASTTSHTAQYNENNNFSSGYSYANAVSSGWSDTGLVGLVNQAMTCYLNSLLQSLYMTPEFRNA
LYAWKPECQLKDEETNIPFQLQKLFVQLQTTNKRSIETTDVTKSFGWDSNDAWQQHDVQELCRVMFDALEVNWTKTEKAN
LINVLYQGKMQDYVKCHECRNESVREATYLDIALDIKPFGAKKACESVEEALEVFITPETLDGNNQVGLMVSKKCDADKG
LKFLSFPYLLTLQLKRFAFDFTTFGRVKLNDKVTFPVLLDLNKFLSRKGQDAPALTKIKRSLSMREEEGEGEEIEEDKDT
DNEKESTDVDVPSPADSPAATAAKAGADGIGFQNNHDSTSSAGETPLNEKEDGSVQDEAVSKGPFVYELFSIMVHSGSAI



GGHYYAYIK                                                                       
>Ocar_g6760_t1                                                                  
MLDLVQHPVALLCNLEVVVVQFVDLCYAQVFCFACCSYVYDAEVETMQXWRIMAENQSVGIDWIPSNDEAELLQKHPKRR
KLCETSTLGLRGLHNLGNTCFMNCILQALAHTPMLRDFFLADQHLKSVFVLKVCPAQYSRHVGFVQFYKGVVTPFVPYRF
LHLVWQNAHHLAGYEQQDAHEFFMAALDILHQHSQDCDNLGERNGDDASAESKSIIEKLCNGQLQSDVICQECECVSTTI
DPFWDISLDLGNIIIPTKPFNRMTATILTPSPTKSSGPFFPAG                                     
>Ocar_g6817_t1                                                                  
MPTGKVKVKKGRRGKEEKKKLSEEVESKSLKKVEETKVVPDEDEDETQQPRRKRIKTEEEVEEEYVRSRHCPYLDTINRL
VLDFDFEKLCSVSLSHLNVYACLVCGKYFQGIILACSGRGKHSHAYTHSVQMSHHVFINLHTLKFYCLPDNYEVIDSSLE
DIKYLLNPTFSEDDIIHLDEKKKTRALDGSTYLPGLVGLNNIKANDYMNVVLQALVHVRSVRDFFLREENYSGIKRPPGD
QSFVLVQRLGELFRKLWNPRNFKSHVSPHEMCQAVVKTSKKQFQFTQQGNPIDFLQWLLSTLHRALGGTKKSGSSKLTGR
QSWKMPPPDGFG                                                                    
>Ocar_g7002_t1                                                                  
MEVVSSLAETVKVPLGGDRVYKDECSFSFDGPEDDGGIYVCLIHFLGFGREFVDLHYKQAGCRLYLHTRKTEKPTEYDES
NCLMILPSFVSIALPCPGLPAKVQESVSGSGGNNHAVEHFNKTGYPLCAKLGTITASGADVYSYDEDAMVEDPLLAEHLA
HFGINRMMLDKTDKTMEELEVEANLKLLEWDVIQESGCQLAPLFGPGHTGLTNLGNTCYMNSILQVLFTLPDFRKRYTDG
AQSIFQSLTGNPTQDFVTQMAKLGAGLMSGRYSQPLDGGEKQEKEEEGKPKKSKGQRGIRPGMVKAIVGKGHPEFSTNRQ
QVGGAGGSTHLAHKREPGTDENQVLPCNLDIAVGGLLGKYEYEWTVKERTEDAQEFFLHILNMIDRSEHANPGLVNPVDS
FRFKVEERLECGESGQVRYTSRSDTLWSLPVPLEAAINKDKVQAWEVKRKEMEAKKEPIKPDDVVRPIVSLSASIAAFAQ
PETLTDFYSSAIAAKTTANKTTRFATFPDYLMIQMKKFTLGDDWVPKKIDVSIEVPDEINISDLQARGLQPGETELPEAE
EKPEAPSKRSYENAALADDWCACVEIQIDEGLVQQLEEMGFAKEGCRKAVYHTNNAGCEAAMAWILEHMEDPDFSSPMEA
DSLSGSSTKFDEEAVMMLGSMGFNRDQAVHGLKATGGNLERAADWLFSHVDELDSLIESETASGASKRTTNDGEKHRTGI
GSKCYNHIEVTIEAPSGDNRSSILLDAANSIELPTPFSRPYLPGLP                                  
>Ocar_g7966_t1                                                                  
MKPSGESVDEFEQQISQALLELESNTDLKAQLRELFITGAKEYEFHGKKAIVVFVPVPQLRAFQRIQSRLVRELEKKFSG
RHVVFIAQRRILRKPTRKSREKQPRPRSRTLTAVHDSILEDLVFPSEILETFSAVYKKLTGKEVNFEFPLYPGSSSCDMI
EFNRLRDLPIIEFNLKVIMSSYKVKIKWGKEKYDNVELDTSEPPLLFKNVLFSLTSGMTFLMMGTVGELPTAPKEKTRFM
EDMTDSELASAMDMPAGLKNLGNTCYMNSTLHDVGFRKCASGTYRSIFWHGNYQHLARLQEKITKQSPSLGRDAEYVKKS
LIGRLPAYLTVQFVRFFYKEKEKVNAKILKDIKFPMKLDVFEFCTPELQLQLAPAREKLKAHDDAQLAKAKIAASRMDSS
VIPVPMETDSKIEYEPFSFADDMGSNNSGLYELQAVLTHKGRSSSSGHYVAWVKKSGPYWLMFDDDNVSAVHEEDILKLS
GGGDWHTAYVLLYAPRHLPKNQE                                                         
>Ocar_g8345_t1                                                                  
MYTAQCHFRAVILSKILFSWHRFVKQKRNSRAVIESVKARGLAPGVTGLRNLGNTCYMNSALQALGHQPFFRECFRFLTL
LPLEKNVSTPVLLPRPRYLRQTTVDCYQEMTSRPVARKRRADGDGRLVGGSGGSVNTDLPCIEEEEEEGVNRPLSKALHA
LFRVMWSGKWATVTPHAMLNAIWSRLPDFRGYSQQDAQEFLCEFLGELHSELTSLPKSLAVVISGPFRDTLSASDVILQS
FEGKLLSQVTCLSCKSVSERVEPFLDLSLDFPSRYQVSKDRKRTALCADECSLSEILEHFTERETLEGNIYSCSHCNAKG
SSDSDNLQYQPADKQLKIYKWPDVLRFHLKRFRWFGSSREKINVHVAFPVDLNVGKYCTESTLTGGDSSSAASLEYHLTG
VIIHHGRGLRSHAKLDRDSGLSQLENILLSLDPASKQHIVAGIIELLCDETHWESRHGGLMACTAILRLSEEEFKSYEVD
FVEGTHRKALDLLKDKENRVREKSLGISVAKLERKSMSEVLTSSCLCCVIQNIRGSFDEFIDLEFLDLVFGCLVHTSRFV
RETGFQLVGLLVKVEEGSEGHRAALRYDDQFCEALAGGLADNWSQVRLAASVATREFLLGLPEDDRKKHFSRLLPRICLN
RYYVAEGVRLYSQETWKLVTQDQGRLMIENYIADTVDFYISQTMADNHAVREAACTCIAELGTKIGHSAMQPHVQRLLPS
LLTCFRDDSWPVRDAACIACGNFAKCFPQECQLSLHDLYALFFENLADGISSVRQGAALALSFVVEAYGEGSLDIVMKVL
QTRIIKVKDQPATSMSSMDTSPAIFAPKMKRGAGCMHSDFRRAAEPWEEADGCVVLLAELARLSFAADEVLSVLPSLAES
CNCKSYPQHFSFLETVWKQLPRIAKGVGKRKFKRHLELFFPSLFYSLDCSVPLTSVAASDLLVTLKGFIGESIFRGRVEQ
YDPRMLEKLDGP                                                                    
>Ocar_g11043_t1                                                                 
MKLSDMILNLTMSVIVCMYGPLVNLRLQGAMAKVRDSEASKVGVLEERLNAQAAVIENLEEKLGGQHDYDEIKRELNILK
SMEFSLSSAEEEDVGSSGKTLEALLIGKNRRESTPLGALSNVALIGPRTSVGLQSENTQLRLSQTEIQSQMTTLGSELTE
SKEEQSKQKQLIQQLESDLASVRNFLPTRTEGEGEASQGPGMTVLVKAAQDATAADSSAATESILPIISSQRERFRLRNL
ELEAVRQGVHQLFTAYFLAQSNRHKEQLASSRHDETVSKYSGEYEAQMDPFSVFSKRERERRLLGLSGPEKATLSMGRFI
LSSKFARLFIFFYTVFLHLLVFGVSALQVGYDFCMQKRLYTSVDGKVVREFLKGPGLRFFAIATYLKESSRWLLAAAIGV
GAIGYYIVHGLPFPTFGGDITYRGIQNLGSTCYVNALFQALASCESFASWLADLIGYPGLRHKDFSVALNDLIVELREAR
SRSDVSSVPVLTALQDIGYVIPILEEQEEDTSWSFAGKLHV                                       
>Aque_XP_003391468                                                              
MLGANGSTLERLEQLPEDERYNGLTNFGNTCYANSVLQALYFCLPFREKVLQYSHGEEKTETLLSALSDLFIQMSSSKKK
FGVVAPRKFIQRVKKENVVFDNMQQQDAHEFLNYLLNTIADLLK                                    
>Aque_XP_003391342                                                              
MYYYPLYVFVFDNMQQQDAHEFLNYLLNTIADLLKAQMPESSEDTNTWIHDIFQGVLVNETKCLSCETVRSKQEDFLDLS
VDIEQNSSITHCLKMFSGSETLSSEYKYYCEQCCSKQEATKRLRIKKLPTILALHLKRFKFMEQLHRHTKLSHRVVFPWE
LKLFNTSDDASDPDRMYDLIGVVIHCGTGPNRGHYISVIKSHGYWLLLDDDYVE                          
>Aque_XP_003391026                                                              
NLINHFLFPASRLVKKLNTTPDLQYNDELASGICSSPDSIQACYKLLNALCVGVKENIEILSELISDIFYNDEPPLVEWE



YYPHVGPRPTRGYVGLKNAGATCYMNAVLQQGIRWLEGQQVNLREQHDAFEFFNTLVDSVDEGLKAYNATPIISKVLGGS
FADQKICKGCPHR                                                                   
>Aque_XP_003390562                                                              
VNSLSSQSVVVEGPLLEGHLNLIVELLTFSSIEERHSLGSKPGGMNLIPNLINHFLFPASRLVKKLKTTPDLQYNDELAS
GICSSPDSIQACYKLLNALCVGVKENIEILSELISDIFYNDEPPLVEWEYYPHVGPRPTRGYVGLKNAGATCYMNAVLQQ
LYMISPVRNGVLSLSEPAVQLINETDKTEQDNKGKSVDGPLVPASTDRKETHIKVLMQLQTIFGHLLEGKVQFYVPKGFW
KDFRLEGQQVNLREQHDAFEFFNTLVDSVDEGLKAYNATPIISQVLGGSFADQKICKGCPHR                  
>Aque_XP_003390560                                                              
MVTFVRTGLDYLWDCVLQVNDSISSKPIELMKDIFTNLSSKLPQEQIHQEFISVCMQRMDIINKVLYQYKPHELVTEASD
QVNKLVRCLKLLLEYIVECDNEHMEERGIPPHGKSYWGKPLSLTIRYCSTPNSQPEDFDIWTHHNDTIASLRRQIARKIN
VHDSSKLELVVGNEIIRKNENYRYVIAASIPLRDKMVVTVRLHQYSNISETSMQSSDNSTDSSDASTGQHDGPNFDTEKV
LPSVLMADKDDYIDFLLRLCDFAVERQLVILRDNVRSLLKLLPTGIRLLKEMLIFCKEKSTEEDRYKQLESFVLCGSPSK
TVYLIEIIHSMIMPSVDNRDIESSEFQHNFILCGGLKLMFHVLTSNDCLSRADNTLKRSAYLSCLKVLKLLLVAQGYSFI
LSVSQEIKSNTEAMRGPRYKSAVGIQEAMSTIVSTVDTKLKTVATILAKSLCTNLMSPLPDVDVIVSLQMLIWSSIIGDI
SLMNKPNEIHKEFEKRCVSGPLDSEVLQLIREGLETLSLSMAVSNTILDTHHTTEPWKQFIIDIVLTARNRLIRMTAQDQ
LFNIITKCCTDSVPVLISTIKLLFNALETIVSDHSSTSNEFFRLLARLINHAHCHQVSVDGIQKLLDIELKWLEGVRVNS
LSSQSVVVEGPLLEGHLNLIVELLTFSSIEERHSLGSKPGGMNLIPNLINHFLFPASRLVKKLKTTPDLQYNDELASGIC
SSPDSIQACYKLLNALCVGVKENIEILSELISDIFYNDELPLVEWEYYPHVGPRPTRGYVGLKNAGATCYMNAVLQQLYM
ISPVRNGVLSLSEPAVQLINETDKTEQDNKGKSVDGPLVPASTDRKETHIKVLMQLQTIFGHLLEGKVQFYVPKGFWKDF
RLEGQQVNLREQHDAFEFFNTLVDSVDEGLKAYNATPIISKVLGGSFADQKICKGCPHR                     
>Aque_XP_003390185                                                              
MDQLVYTSISECIELTIGDLIEVMYFAAKSPQERNEWMEAFCMDCKKGGLVTQRHNEVRDLLYDLSALVWHQTIKEPVIQ
EASSARAALIGDISARGVWQPQATAVFDIRVIDSDAPSYLSKSVKNVNSLSSQSVLXEGPLLEGHLNLIVELLTFSSIEE
RHSLGSKPGGMNLIPNLINDFLFRASRLVKKLKTTPDLQYNDELASGICSSPDSIQACYKLLNALCVGVKENIEILSELI
SDIFYNDEPPLVEWEYYPHVGPRPTRGYVGLKNAGATCYMNAVLQQLYMISPVRNGVLSLSEPAVQLINETDKTEQDNKG
KTNLTKTGRLKDPRAKLEGQQVNLREQHDAFEFFNTLVDSVDEGLKAYNATPIISKVLGGSFADQKICKGCPHR      
>Aque_XP_003389764                                                              
MKLKLELILPDVQCIFGHLLESNLQYYTPDLFWKNFRLEGQPVNVLEHQDASEFFSSLTDQIDETLKKRGHSKVFEERFG
GQFLDQIICHGCEHRFEKQQGFTSLQLSVVQSKSLTESLQEFVRGDMLEGDNRYLCGECQEKRDTLKRTCIKTPPPTLVV
HLKRFDYDWETNREIKFNNYFEFPKTLDLEPYTAEGITSREKGLGPSSPLIYNLTGIIVHQGQASAGHYYAFIKTKGKNT
FMKATPSLHKATPTIPEEEEMETIQTHPLQEEEKEEEQWLKFNDTLVERFIIDEFTLETECFGGSVRSNSSDPVHTSHPE
SRVRHWNAYMLFYEAANEIKKTQDTRKEQDSPVTVVPTMSSEDNLSQLQELVTKGEKRGVFNDNIPLTIQRSCCSTLRDC
DASTADAISHMICYCCYCNQSFSACIIEELQNNISTVPPNELKSYFKALTEVLLIEDSLQSKRIQFTLAGGKYKPELSIF
KTIQTSSESKRIYQGIKFIVGLANRCFKARDFILAQGEQLQTAVSWLRRKINDHSWSHASAFSFSNESSTSKIFQRTISA
QDTLDEANALLNELEARDSRAPNPSLTTTSTTSSSSSFKSSRESGNTPGGNIEG                          
>Aque_XP_003389763                                                              
MDGYLIASVGEDRSGALQFNYPHGSANGQFHSPRGIAIDSQGLVYVADEYNHRIQKFSPDGKFVGQFGTRGSGPGQLNRP
NVFTSDDVFVSKFGSKDNLCNPIGLTFDKDGLLYVCDIGTKRLLAFKWFDRSIGDLESDTQQSLFTKRVLRVEPVLLDMA
GYHCIRSFFETINLAERKLRKLHSHQLVVDNPDLTGIDYLWKAALEVTDSIIADELISHILQITYNVLGPKLKKEPEKLH
RRFIDECFTRLESLIEPVESLDPNLRVQCVERLLLLAQRYLTTVESLDTNTERLKIALRQERLLPGVIMANEKDIFTKLE
QLCQSGEPRVIEAVRTLLSLIPINQKVLEALEVFVHPISTEGASEDTRLPPTPAAVLSDFYDASKVSPTQLLYNLEVLSG
KLMPTNQITEVDSSQTFRRNFLEAEGLKVVLNILHSSNFPPETDVTVRQDCYAITLTLARVLLCPPPTSSDTEGGVEGVD
KPHLPVGRQMSRNVEDEVARHTIETMTNDDFRTILSCLMRVCWSAGAGKLYLATGEGSDQLKSGLCSFTTSVVNSKDVSI
AQESLELLVTCLKLRKNLLKIFYELSRVEEFVIDVLLGSSQPDLRNQMMESFFDLCLDARFYSVSEQESLSIDVHHMLKK
ELDWLSSVTIPPPPCPPVQTLLAGHLNLIRALMSCHGVDKSSYTDTLVPDLLDNFLFPASHLVSQSRDPEAKGILNIEPK
CSDVAARVAAYDLLIELSTDCLANLKCVANRLIAMHHSCRPMNSKEWEFRPLTIGRSPCGYVGLKNAGATCYMNTVLQQL
YMQPGIREAILGVERDEEDSSIPSLYILEPVFNRPWGVAVSDDNQHVIVTENNGNGITILDGERKRVKSFGATRRNRSFQ
FFYPSGVAFTSDNFILVTDGNHRLQKVRMADGKSIASVGRTGSEPLQFAYPAGIVISPITEQVYIADAANNCDTSLAIPI
NPYLDNITPARTITELYYPWGVAVTDDNHVIITETNGNCVTILDREGKKVKSFGGEGGRSANGQFQYPRDIAIDSQGLVY
VADSYNHRIQKFSPDGKFVGQFDNKGFGPGQLNIPDVEDYVEQSLKTGSPQQVLRSKKQMMERMSEVTAGINWSLFLKPY
LTFSHSFGSEGSANGQFQSPRDIAIDSQGLMESLWVTLVIKSLFLGQLKEPHGQVYIADRDNHRIQVLNPDLTFSHSFGS
EGSANGQFQYPTDIAIDSQGLVYVTDSENHRIQKFTLNGNLMVQFGTYGSGPGELKYPVGITIDTADIADNGNHRIQVLN
PDLTFSHSFGSKGSANGQFKHPNGIVIDSQGLVYVTDSHNHRIQKFSPDGKFTGQFGTYGSSPGQLSIPTMART      
>Aque_XP_003387677                                                              
MAEGKDSLSEETLPMETEDILTEEYSATCTVESPGQIMYPGADVRLSPAAGSRSCSPQVSPAVSPTTNQAFTGESEVDPC
KSNGLIKLTVPKVSQLEETYLSDPVYIRELPWRLMVMPKNARQDGGQESKSLGVFVQCDPETNDTPGWSVYAYARISLIN
QTDSDEKHTREISHWFSAKENDWGYASFLPWKDILYDEKGFVKDDRIILEARVSADAPHGINWDSKKHTGFVGLKNQGAT
CYMNSLLQTLFCTFKLRKAVYQMPTENDDSSRSVAFALQRLFYDLQYSDKVVGTKKLTKSFGWDSIDTFMQHDIQELSRV
LLDNMVNKMKGTSVQDCIPSLLEGKMETLISCTDIEYESRREESFFDLQLNVKGKKNVYESIKDYTSPEVLDGDNKYCAG
SHGMQKAVRKVLFVKFPPVLHLQLMRFQYDMYSEGHSKINDRYEFPEHLDLNEYLKAPEGSPAHYTLHAVLVHSGDNFGG
HYVAYINPHGDGKWLKFDDEVVSRCSAKEAIDSNFGGHDDNFVIRNCTNAYMLCYIRDNEIGKVLEEVTDNDIPLSLVKR
IKDEKLVETLKRKERSEAHYYMSVEILTDDDFQHHHKSELYDNEEIKGRFFKILRALPFEVLHTHVAITMGYHKSQLRLW



PFETRNNRTCRPSSNESPQTTIFEVAESKNVIAMYAELVTPDCKELAPFDFQSQVLLFIKYYDPFTKTLTFVGHVTEEIS
LKFETLFPLFCSMANLPESTPLRIYEEVSQNRIEDLNPMAPISQIEEVKDGDIICFQRADISLNSLELPLAPMYYKELFN
RIDVSFYDKNIASDPGFTLTLNQKMSYLQMSSAVAAHLQIDPFYIQYFRPNIHRQLSDQAIRCKNEGTLRDFVTKGRTDN
NYYLFYQRLSIPIDQFETKKSFKCIFVNHKLKEEREITVYVDKNGIVDDLLEVALLEIPLPDESTHKLRLVEVMGNRIVD
LHSRDKPVAELLSQKLYRIEEVRPEELSLSIGEALVPVAHFHKVPHNTFGVPFLLTIRNGELLSSVKGKIQKLLDINDKD
LDKWKYYIVTSTATHSLLPEETDPPLYLEQFNLSPVDGVYFSKAGTPWLGVEHFNKSPKRSRYNIERAIKIHN       
>Aque_XP_003387545                                                              
MPTFAVKVKWGKVKYDDLELNTDEPPVIFKSQLFSLTGVPLERQRLMIAGQSIGDDTWTDPVIKKIKPNCMFMLMGSADA
LPTAPKEKTIFIEDMTEADAARLLEVPFGLHNLGNTCYMNASLQCIRAIPELRREILDFTGHHGLVEGLDVASHELTARM
NELFVSMEKREPQLELALFLQGLQTVVPHFATKDESSGVFQQQDAHECWQKLLSILKITLKATVSDGSDVKLQHSYKCLE
SEDEMETMEFEDSLQLSCFIEQEVKYLHTGITKGLKGTIEKASPTLSRNASYQKVSAVTRLPAYLTIQFVRFFHGRSGAS
EDLVSKKILKDVKFQLHFDAFDFCSPELKEKMLPIRRKYKEVEDRKMAIQAKRITEGVIGKDSSKEASHVLYEPYSFRED
PGSNNSGYYELIAVLTHRGRSSSSGHYVAWVRKQPGQWFKYDDDDVTMVTDEEIKKLSGGGDWHMAYILVYGPRPLEIVK
EQQ                                                                             
>Aque_XP_003387101                                                              
MSNKMSTISHGRRSPSLNQSHRPVVSTQSRTPHRPPITTDSRTIVNRVREKVSQPPSSPCLSDARKKRQNERRTDPKSSP
VHSYSAPHYNYSSSSSFRTPITGTSSHNIAHDKRSSQSLNTQRVNSDGRYHHHHGALANSVLHKTTPLWNAERETLVETN
YLYRSHPAQPHTSYTSSYTGISSPSLKPRTSSISQTQSQTYASYSPSFNHTTTIAPAIGDTTGVRHIHRGSHSVDSIPVA
GIRTSPESSVSPLPRIPKRPSIDLVSAQLDSKVSSRKIVTVPSLLTSHSGLLGLYNSGNTCYMNSVLQCLSHTRQMTEFF
LSGDAKAEAAEATRTKARRSSLVNAYTEFLEQMWKPKDDKAVTPNHLRSAMSSLIPMVRTSEQQDAQEFLQFLLCCLHEE
TNKPKKRLESSESSSSTNLTPSELARSSWKRSLSYDNSYLSDLFMGQVRSTLTCTTCRNTSLSFESFWSLSLPLPSKSKS
HSSSLFITISDCFQLYSAEERLDSDNQPVCTKCKSSQPSTKKLDIQIFPKILILHLKRFTVRNRYCTKLPSNVKVPTTVT
VEEIAVDKESVKSFKYELYGIINHSGTISFGHYKAECKHSGKWYTFNDRVVTSSSEAMITNPSASPYVLFYEKIDR    
>Aque_XP_003387098                                                              
MTSTKAEVMSDKAKQDIMQLQEIFGITSTEAENSYQYYKNSLSDAVVGLSSLQENGRVSLEEAIAKSPHSSESDTSQGLV
ATCANNPMAAPAGGGGGMADSDQPTGSTNTNPIDLTQESQDDDLQKALALSLQDMQHQGGGISLEDQELSKALEASIADT
HTEYGPVSRFVDPLNPHERKKIEGFPLGLKNIGNTCWFSAVIQSLFNIPAFRDSILHFNFKTSDQTEEDLPHCVLFVLEL
QKLFALLLESHQRYIDPKQAIDLLNASFQTLGGNHMQQDVSEFKHKLLEWIEDAFNYQDKTKNNPIIELFTGECVTEGKI
NETSFVNRSQFGAFPVQIEGHAHLHDSLEAATVNTEMEQETWFTHLPPVLVLELSRFKYNQLTGQAEKIHDSLSFDKTLY
LDRYLHSNASQTRLLRKEMGLLRQKMRKIEETLKSYTDYNGKKVPINDVLSIVFDFTSSRLEGVLGAEGASPNVQEEGRP
SPRSGSKEEVEFVRKWLEQWRSEMDTEISGFDFPEPFVYWLVSSKALLLLCIPSVFLTLSLPLSLSLPLSLSLSLSLSLS
LSLSLSLSPELKSSLSATRESLDAVYSDPSMNRTSYHLHSVLVHQGQASRGHYWAYDEEEIWLKYNDVSVTTVDWEEVKR
ESFGGRGGESACNSNGPGTNTSAYCLLYVNSEAAKTWREEGTMDHMIDDTNLHAFCIKHGLL                  
>Aque_XP_003386998                                                              
YAGSGGNNHALDYYNETKYPLAVKLGTITPGGADVYSYEEDSMVMDPKLSEHLSHFGINMMIMSKTDKTMTELQIDANIK
LGEWSVIQESGHELKLVYGPGYTGLQNLGNSCYMNSVMQVLFALPEFKERYYDTAVDTFKRQTGDPTKDFNTQMCKLARG
LLSGDYSKPLPPAEGSTPEGEKEGQKEQEGIRPNMFKTLIGTGHREFSSNRQQDVQEFFLHLLSAIERAEHTSRGTRNVA
DLFKYQVEEKITCVVSGKVRYSVRPDSILTLPVPMETASNQAEVAAWKEKKAQLMAEKKKINHDEAVRAKVSFSSCLGQY
SSSTDIPDFYSTELKTKSPATRIYRFKTFPKYLVVQLAKFAFDENWVPVKFDVEVDVPESLDISSLRGGGIQPGEVELPE
ESGPAQPEVEIDEGVLSQLAGMGFDIEGCKRAIYHTKNQGIEPAMNWVLEHMGDPGVASEDSIAIVMSLGFTREQAMKAL
KATDNNVERAADWVFSHMDELQQMEEGEGEEPMEEEQFSDGSGKYSLIAFISHMGTSTMTGHYVCHIKKDGKWIIFNDNK
VAESVAPPKDHAYLYFYKREH                                                           
>Aque_XP_003386884                                                              
MFQKTHHHHRKPVEITAPSPGVGHFQYPPPAHLLLQQHEPTDHNNQSKRASGRRYTTPSNQENPYRGRSQSLSSNVQPAS
KEDKKKKFSIFKKKKKSDNDRHASRTPEVPGRRSKNEQFRGYGPESMPLARRPHSSSSNHRGGGGGGGGTEEFIRKGSQR
SIKSSDDFLDDDDEIDSSINNGGGGGKIIPRPMLQTDYPRFMSTLANGREKGDNSRLDNGRPGYDSLEKYADIGRVRGEG
PSSEPFKNRSMSLRLPDHKAEHRIVPSRPAPPPPPSGNKSNKGEQLPTPVETVGLTSSGLNPLPLPPIPGLIGIKNHGNT
CFMNAILQCLGNTERFLHYIISDDCQRDLATLKRKKKRRGPASPHNTLTTGASSQQEEYLSPDSPGAVIDVLSYLIKSLW
GGQYEGRISAIFKEVVGLWAEQYRGRSQHDAQEFLLWLLGYLHDNLNLASRHQISKTPPPVHIDTDRDSSQTDSFVYSLF
GGNYQSSLHCPECGNQSNTFDPYLSISLSVPRRGTRPIYITMTRRHQNTTKLMLFGLSVKVTCLVQEVQKQLALEARSLP
HYLVIGTMREDGFNQFYHSTDPVAIIPDDVMLYAYEVTPYKGDFMFPPVPVPPVMEQQKSSETIYIILQNRVGQGEYSKK
FGTPLCLRVWRDFTYSQLQSVVFKGIKKYLHEGVNPEIICRDYIFFKCRVLDGLQGQEYLDPYCTTPLQSPTVEKALSLS
KVWGYELHIKIIAEWEQWIKDCVCTDIPETQPLLHDSVHLVKEHYDVPLEATLDECLQWHTQEEKLGDEDSWSCPQCKRP
QIGAKKRITFSTLPDILIVHLKRFEQDEYTQAKLDTWIKFPTSGLDMSPYVSQTPILRPSSALAYQNHSTKVAVALNGGR
NISTLPANGKSTHFEDKSRKFFIFKKNKKPKKSLTPVISSPVHATHDTKVVTNNLNSASIHPPSYMYDLYSVCYHYGDMN
RGHYTAHCLNPVNNQWYIFDDHRVLPVQSEDQLVSQNAYILFYVRRNTRKAWLKSIPQEKKNGHWINQLSSQNQLHLSSL
PPLDHSLFSPQRQGSVTSAHTLSTASGVSPDNIFFPSHMHNLSAELAPPAINFHARQYSAGSSSNGGQPPSLLSPYSTIA
PPHSNQAPPHSYLAPPYPHSLPSPSIASSTPSYLSQTTPTSSSSYFSKRVGSFHGNSHHRAAHESHSATRV         
>Aque_XP_003386358                                                              
MFSHFQLGAYSPTVRLMYSVGKWAVRKVKAAIKKGKDGDATEKVVLAATKEQLPDDDDLSMFHKVTFSPSVPSSFVMSTD
ADDDMSSYSESDSSLEEASLELKDFLDISPAMESSSLSTIVRTRSLIDLREKPQPSCRLGKSLSLPSLAMKDAEEKNGGE
KQCPCESFAQKSSEDNDTCTGPPASSFYSTPTIKKGKSREDLQGERPNEIKYRWTLSLPNVNKYSSMSSATYDEMSCAYF



SSEEEYFGDYSTDFEIKEAVTIAPSLTSVVKKKNVEGKHQPMQSFSLPSLNTWQSRNFDGNLSLLTSMRQKSQSLNLHFP
VKQNISFPGASRPLSWLTKNESKAASSPTRSPPIWKIKEWEIESWFPTCTATAPQVLQRRSFSEPYLGKSSTIRLKFSYS
LPKLHSFSSGYMSQKRSPNPSISSLLKYSSRLAVTGAQIFSEDEDKACNSTAEEKACPTDTKYQLVTVEQKACPTTSSVQ
PVTINEKAHSTVISVRHFTVEEKVYPTIETAERVYIEEETKEKESSTNTSAQPTTKGKKSSTNTSSQPTTKGKESSTNTS
SQPTTKEKESSTNTSSQPTTKGKESSTNTSAQPTTKEKDSSTNTSSQPTTKGKESSTNTSAQPTTKKKESSTNSKDADPS
IQSTNNKEIILQPEVPKLGGLIGLKNSKNSCYLNAVLQCVSHTTKLTDYFLSGEAKKEPGYSSKIIGAYNSFLKDMWMPK
ENTKAVLPRRIRAALTPSIDILQENGQEDAQEFLQYLLPCLHDHINKPPLDSPRTKALKRNNGLISITPPVPISSEFMKS
CFSELFMGQTKSSLTCHKCSRTSSSVESFWNLSLPLPTKGLFSKYVSFTLSDCFRLFAAEEKLIKENRPRCSKCGTLQNF
SKKLEVQKFPESFILHLKRFSFQDGHLVKLTSAVKVPTTLSVKEIAADKESAKSFYYELYGVIHHSGYLDGGHYQADCKH
NGKWYNFNDDIVSKKSTAEITVPSSSPYLLFYEKKQFEVKAS                                      
>Aque_XP_003385867                                                              
MSGVLQDSTFWWTLCLTGAAAIAATAYVLFGPESLRGRDSRVPGLINLGNTCFINSILQAMASIPSLLQWLDSKETPLAV
SLKNVLHALNDNNEVNISPEELTQALMRHRWLIDHQQQDALEFYHVLLTTLEEEMTGPTLSLSDLINDPQVEAQSSSTKG
MALTKIGSFSAPSQPKSCPLQGLMSSSLVCCDCQHALPTRYESIDSISLPLSQRAASSSSLVECLRDYMSSEIVDDIECP
SCSKRAGVKTKRSFRKKLRIGRPPEVLCLNIIRSVWRSDGTMVKNRSRLVFPLTLDINSFLTTTATRQDKTKYQLRAVVE
HLGGPSSGHYCTYRQCGRQWLYTSDTTVYPVYNHEVMNCEAYLLFYQMD                               
>Aque_XP_003385810                                                              
MGANGSTLERLEQLPEDERYNGLTNFGNTCYANSVLQALYFCLPFREKVLQYSHGEEKTETLLSALSDLFIQMSSSKKKF
GVVAPRKFIQRVKKENVVFDNMQQQDAHEFLNYLLNTIADLLKAQMPESSEDTNTWIHDIFQGVLVNETKCLSCETVRSK
QEDFLDLSVDIEQNSSITHCLKMFSGSETLSSEYKYYCEQCCSKQEATKRLRIKKLPTILALHLKRFKFMEQLHRHTKLS
HRVVFPWELKLFNTSDDASDPDRMYDLIGVVIHCGTGPNRGHYISVIKSHGYWLXXXXXXLQEIEPHSIEQFFGLTDSQT
SLPNESAYILFYKTRESEYTYEMVNEDQT                                                   
>Aque_XP_003385805                                                              
MEMNGESLCGLSNLGNTCFLNSVLQCLSNTEPLVEYFIGKEGKAEKPYKKHINRNNPLGLGGVIAESFGALLNDMWTGQN
SYLIPRRLRNVIARHAPELFDSQQHDSHKLLDFLLNKLHEDLNLIKKRPCIEMNIKTEGRDDNDIARESWLCYLQCNQSV
IVRLFQGQLKSTLHCPKCEKESRTFDPFMYLSLPIPVQNTRDIKVFLIRSDPLAIMKKYCLSVPKDGNIFHMKEELQKMI
DIDPSNLVVIDVYHSRFHRIYYDKDPIIHIMDRDDIFIYELRRPLGDQNWVPIPVYMREIKRYTSASYFSQKHMTTYGQV
FGLPVVVTVPRIGCKYRSLYNVIMSQITRMVIKPEREKEEKNTGAKKSNEIVETNTMPIESNNDSDEAGELKRDKKCDLF
RLVICNSYGSQEITRLEDDDEFIKLSSQTYIGCDWEFEDKEAFYNVKEANAYEEHESYTVAKKPEKPTTVYDCMDSFMHD
KVLAEDESWKLDLSDYVVNAEEPQPLYDLFAVSNHYSGQGGGHYTASAKNKDSRKWYSFDDNNVSDASPDSICTYIVLSH
EYKFVVYNMRRQDQQEAAFYEQKFFSSA                                                    
>Aque_XP_003385496                                                              
MATKNKTPKPLHLASSVKELNDQSANDNIKSANPKLLCRSADKLNIAALEKMIDGDQEAAYILLMRYLDVVSKIRASKEY
KLNKKSFDGLLDLKKFKKALDDAESLSSELEKRYQEANASSSNSGTESSTGAETQTEDSLGPFVPPEKLYQILVDKSDKI
LVLDCRSRSEYVTSHVDNKKYPQWLSVPEEVIITGNLTTFMSSTNQKLWDERGSKGRPYIILVDKKTDQNSVQESLPVMV
LKEKLKEEKLTVSILEGGYNMWYLAYAPLCVGKWKERVIPQSSTDNKDTGGDVSYPTFPFSSSEDQHVPGKDYPPHSNNP
PSVNRSTKPATLASDEQSKVNQGPLAYHTSQPIPQDPTGPPVQPSGYSPSAQRTQSSNGQPINQPIAQYSNLPTAYQPGV
HPTNQPLGYPTNQPLGDPTNQPLLHPNSQPGMHPNTLSNPNLPMAQPPMHTATGQPLVYPPAGQQSMNQPMLNPTGQVPV
LYSTGQAPNGHPGMPTTANPHIAQQTGYYGQPVPTFTAQPLPPAPSVNLPLDLEGRGVLFSNEIEPIEFLEEWYPPADTY
YHDSAYGSSEEEASQQLQQYANANNPRQAYGPLPVPPNYEEAQLLPSHPPVQPPLPPPVSIPIPQENIEDGSASSSKSND
APAEAEKNTETKTVDIKEQVRALVEEQLVAERAKMKEELKEEREKDKAILAEDRKRQELEYEQHKKEMEKQMSMMKEEYE
KEKKSMMKHQEEMKHYWQSRQVDNEQQRPVIINQGLPTGWEKRLDRTTNRFYYVDHNTHTTHWNPPTSILQYQAELAERQ
RQIASGPVPQPPPNGVPAGGHPSASPPVVGRGQQVKPNDLIPTPVGGRGQPPLIPGRGQPPPVSGRGQSPPVSGRGQSPV
SGRGQVVPGDHNQVAKSSGPTGRPALPQIDRTTKPKQAPPMSPDVYRQKIINLQPVQGGIGPGLTGLRNLGNTCFMSSVI
QCLCATPPLVKYFFNGQYRADLNRSNPLGSGGILAEEFYILVAAIWLGKFRYIAPLEFKNTVSQVAPYFAGNEQHDSQEF
LVYLLDGLHEDLNKVLVKSYVELPDTDGVPDPVAVEQAWQAHKKRNNSIIIDLFHGLLKSTITCLSCGKKKVMFEPFVSL
SVPIPRGRTSCSYHDCFKLFTAKERMTGTNKWFCPQCKASRDSEKTLFIWRLPPILLLHFKRFQDKGTVREKLSTSISFP
IESLDLNSYVVGPRPTNQYSLYAISNHTGSLQSGHYTATCRHPRSQKFHFFDDQDVRQTSSQNINVSDSACLSRFVPN  
>Aque_XP_003385314                                                              
MVMDPKLSEHLSHFGINMMIMSKTDKTMTELQIDANIKLGEWSVIQESGHELKLVYGPGYTGLQNLGNSCYMNSVMQVLF
ALPEFKERYYDTAVDTFKRQTGDPTKDFNTQMSVIP                                            
>Aque_XP_003385184                                                              
MATDSVDVVVSGEGEGGAAPAPPVTDEVFADSEPSLSGPLDTTEKSVELSTFSTSYRSNVSTATEGGVSFVVTDETNPTW
QSSRFNFVLPLSTSIDSLHITVADHASYVNDSFLLIWRRQSEEGEEEIPLDHCSTATLLEMGMAEEPKKTYLLIRVKDDM
QPTRVGNENITSEAEREASTGQVSTQITGASSSSSGWSSYTNPIYNSNTYGSGGNTSNYSSSSGYGSYSYSYNAKSETGF
VGLVNQAMTCYLNSLLQTLYMTPEFRNALYQWRFESKAESEDQAVVEATKCIPYQLQRLFLQLQTAKKRAVETTDVTKSF
GWDSSEAWQQHDVQELCRVMFDALEKRFKKDQTQQVDLINDLYQGKCKDYVKCKECGYESAREDIFLDIPLVIKPFGRSE
TYGSVEEAMKAFVEPETLEGDNQYHCTKCNTKRDALKGLKFKQFPYLLTLQLKRFDFDYTTMHRIKLNDRMTFPKVLDLN
DFIDEDDRPSVPNDVPEKYKTFVVERFDRPHDQPPSYSSITSSTLPSYSQATGGSNKADEPDETDVAEKGDRPKPPDVAS
MLSHGPYVYELFSIMIHSGSAIGGHYYAYIKSFKDKRWYCFNDQSVTRITQEEIEQTFGGSDRSSSRGYYSSMYSYSANA
YMLMYRRIDTNENADFLQDDQFPDHLKKQIEDDKEREANEKKKQEMEKQMCKFKLFCVHPVTGKMIESRFEIHQDTKLPQ
ALAEAYKTMKLAPHIPIERCRLVKYDDYSETMDQSFDLDEFQDQTFGQLVGGARNYYSFEMFLETRKENEAFKKYNKGGM



KLKIAVIDLSTGDVAPAEPIRAEQGWTVGELKQYIGEIFNLDPSCMRLVLEVYNDGRHLPNDASSLKGEGLYRKHTLFAA
SDSEDYERQYKESVMYRHVEAHVNSILLNITIPPLQESPPALQPEAPPNRPSTPPPSNQAGGEDDNRAEDEVPELVSSRE
GAGKKRHFSDDGVNGDREDQTGEKKRERNDDGTTENNEGVDSGDAGNNVGETNNDVGGATNDVGGATNGMGGASKDDVGP
EEIMNDQKSKDNKEKEEEEGKSKPSSSVEGRKGGGGGGVLKIRVDRRTTLAQLKEKLVPLINVPPTGFKVYRVYNNQQEY
EMERLTDSLMAIPSESRFVVRLGRALQVGECRIKVFLLHINNTEFFNLMMESIVAKNTPVREFKKQIIEEAKVQGIDCVL
ELDKMRLRKKTWRSPGTVYLDHQLIDKDIHVYAGSEMYVEPLKEPEKMKLPTQMQVYVRRWRPSEYSVDPTEEVILDTAS
PLDLKKKLSELSEVPVDAISVAKGVGSFPAEISCLDIENELEWNPAIQSISQTPFSLYDDGGVIYYKDNREKMKEITAEE
RAEIEKTENKRVNSVGVYGTGSSSSSGHSSYSYYRKERALKIYTDDDTPRDKED                          
>Aque_XP_003385117                                                              
MERMAQSEARELKPVAGDVETGASSIPVVGKRKSGVQRKREFDGLIGLVNIGNSCYMNSSIQSLSNW             
>Aque_XP_003384167                                                              
MGNTQFGFFGYMNRFKKSGRSKGQLVYLMSTQWFNSWRIYTQFEMDDCPLSSLIPPAEQSSKNTDRGDRGTTPVAEPEIV
DVTVEGEDVAEGYTHIVTPETSSSGSAQKRGGVQSHPQEDEDPLKPIGISNSHLCLEEPFPGSKKLISLTNEGGVLKPSL
KEYVDYYLLPEDVWRALVTWYGTAGLGGGPPLPRPVINEEGVVSLYPTLLKVFRHTTLPPAKQSKSTGPWNSMLEVFSFF
GFRSGGGADNSATPVGNTPLPGDATQPLLPRRILYYSAAFYDNNTLQEMVEVMQKVLHAKPDEVRIYSLSDDEEQLELLD
EEEKTVEDLGFKNGQKILVETRNKDNSWPEELVAAIKEVQAKDSNEKQVVKSQGTKVPEGATGLSNLGNTCFMNSSLQCI
SNLQPLTTYFKEKDYLLEINKQNPLGMKGVMAKRYGELVSDLWTGHSKSITPWRFRYTIAQNAPQFNNFQQQDAQELLSF
VLDGLHEDLNRVKVKPYRELPDSDDRPIAEVADEAWSYHRERNNSIIVDLFQGQLKSLVECTVCSYKSIKFDPFTFLSLP
LPLESSTSLEIIVIPIDGSQPTRYCLKLELDAKYRLLKEQLVEMCQINRLILVDVYGGTVRSFPNDDQKMRTVLSGSLYA
YEIPPHYRRITPSREEEQPLERTETNDEGEESINKGEESTSKEEAEAPTEVETTKEEIEQETKTPTEEVESSAKGAESDT
PTTNKVENGEIGGSLRLDNYFVSTQKNRPILFSYPMVLPCAPTTPHSALYKEIWNQVQRLIIPDPPNTDEFCRGCPIECD
EGTFGADDPPHYIAIDWEDGFIHLKYQSGLERPKDHESMDIMKNTDSQPIELSECLAAFSKPEELGEDELWYCKKCETHR
PARKTLEVWKLPPVLIIHLKRFHFHNGRWIKSQQRVRFPMSGLDPYAYSDSELFNNNEFIQTGIEGEELNGEVGGDSVTP
PLTGEGEESAPLGVSVEVNDERKEEEEEEEGEGEKNDKELLVVASDEDQNENELTENEIQESDEIKAGVPKLRDIKRNFS
RTTSVYMSSRPIYDLFAITVHSGILGGGHYTSFAKNPNSNWYYYNDSSCKETTEDKVSSESPYMLFYEVRDLREHVDEYR
VGGARSPPLSPVNDNDEGILQGEGGRGKSSGGRGKCRQQ                                         
>Aque_XP_003384106                                                              
MGNKKKRKSRVSSDGKKYQPGKGKDESTSAGKEGEAANKKQSKSFPVPGLNNLGNTCFFNAVLQNLSQTHLLRQRMSQHL
SVTSYSLSIPSGSDDLAPLEVTVKRNDEGAKTEDFAIDLYRFLVDMNGMSNRILNPRIIFNHVCKSAPRFNSYQQQDSHE
LLRYLLDALKSEEIQRRKVAILKSYGVCKKPDKVKTLTDDDKKAIKLYGMQASMMDTYLEDVFGGKLTSSITCHSCQTCT
DMQEDILDLSLPIPSDKVLHRFPKSKRKPSIHSSDDDEGLSVQKGRGSRASLSKHQRKRQEKAEKKKAKGKNKQKGKYSL
EEFNELKSDPPKLPKLEEETSGPGVPELVQQLNDITLEEPVNTNGDVIRTNALIDSSSAVTDAPINIPGSPAANVALQSE
ASGVTFNHNTSVPDSTIDKEHVQGEPPTPSVSIDVPEKEPEKIEDISNSAQTVDSSATVIDSSATVIDSSATVIDTGSIV
LENEPVPLDLSIEIVPTEPSGATPVVAKQKPAPPEEDNLFSLQSCLRDFTSPEILKGTEKFCCNVCTEKARSTKSKGTAK
KSKEESSPLSLAVSDQQQPEKLTEKLTVENKGTNNDEKVEFSIDSGMNSSSSSSESDRDDSRDIESTKESDDEETAISDR
EENESECDLVFTEATKQLLIDHPPRVLCIQLKRFTQLGRNLSSLQKNNAHIDFTFLLDIASYCTDKCTDYFDSDGRLMYS
LYGVVIHGGSMRGGHYTAYVRVRSEIQLERLTVNKVTESETINSDNEHIETRSFDYTSMENSQWYYISDTQVSKASADDV
SQSQAYLLFYERLPFSC                                                               
>Aque_XP_003383721                                                              
MKEHPLSRNCPYLDTINRSILDFDFEKLCTVSLSNNNVYACLVCGKYFQGRGQHSHAYIHSVQHYHYVFLNLKTLQFYCL
PDNYEIIDPSLEDIKHICRPTFTSQEIESLDKSAKWMKALDETKYLPGILGLNNIKANDYMNVILHTLAHITPFRDYFLN
EDNYLSITPPPGDQTFTLVHRLGELFRKLWNPRYFLFRAHVSPHEMLQAVSSVSKKRFKIVEQGDPVEFMSWLLNTLHFA
LSAGKRKNKSSIVYDTFQGEMKIYTRKLPPQTENEDEMMDYLKMEEYKQKEETTPFLYLALDLPAPPLFQDELEKNIIPQ
IPLFDLLKKFDGTTEKEYKTHRESYVKKFELTKLPPYLILCIKRFTKNNFFVEKNPTIVNFPIKDIDMSEFLSSDPAVQD
SHPHTVYDLVANVCHDGQAGPGKGTYRVHLRHKGANQWYELQDLNVKDLLPQMITLAEAYIQIWELRKD           
>Aque_XP_003383230                                                              
MADTGAVEEFIAKSKNLAPVQSQESTSEDWESLAPGVDPTDYQPKDTPIIPPPPPPPPVDSGRVPNLLSVSGKKDIEDNV
HPVASTPTKKEGEAVVEEEEEKERLERERGPEDQKDGEGEKDEDKTGKKDKSKDIKTLTQGHISARFSALIQKTWAGQFS
AIVPQSFKTTLGLRYPQFSGYRQQDCQEFLVLLLDCLHEDIINQFPLKSCMEKRDGSDNEGQVEETRSVITSTFQGQLKN
EVTCSVCGHVSVKCDPFVYLSVPIPHSNEQQITIFWSSVTGSSRSIEKLLVIIPILSTVNDLKTSLCQLLEEGEGERGEE
EDGGGGVSIVPDSVILAHVKEHSIVSTLGNALSIKHVIKDEYKVYAFQVGSPPSTKAIPEVTATPQRDGYERITDDEVPM
ETDSSPRQPASEDGLPFKIPRSDEADEATPLLEEAEPTVVVMEWHSCVICLEEMVDSELLTHSVCGAMICDTCLQASRNH
SGTENGLMPCPVCKSMVTLEEGFVPLAAPDKSDDIVRLLQLTVLFRNKVDDTWVLFGHPCLLNVPASASIDKYYQLISPL
LPEQCRQYPWSLALTDGKGRYCSRCLFGSGCGGCVLTNAMTDVNLKPGDFFSISFTNLPSTVVQEADSFRSHSSLDSLWP
SSVSLQDCLDLFSQKETLGQDNPWFCSKCNMNQTAVRQLLISQLPTTLIVHLKRFLFHGNTASKVETGVNFPLSLSLSSS
SSSAPTDYSLVSCVCHFGTLNSGHYTNYSKQPVSHKWYYYNDETVSEITPSDKDNESAYILFYHRQDSNTFDFPSKKDIT
FPTQEEELVELEPLLRALKPKPPPAPLPPPLPPIKKSSSTGNLAADTSDNDIQLQQQIAASLGLDIPAMSTPGPSPLKPS
SSNPTLPAEQFSEPVVFKSAHFKSFDAS                                                    
>Aque_XP_003383218                                                              
MLAGLFDEDAALAEEGGGGGQGGQQGIPRPLPPRNRTKLCGLSNLGATCYMNALLQTLFYTPELRESLFSLSREELGIEG
EAGMIRDIPVQLQHLFARMLLADQDTVGVEGLVSSFGWTNNEQMQQHDVQELNRILFDAIESSLVGTSGEQLIAQLYHGT
SVQQVICGRCENVSEREEDFLDIPVALTGRGDLESALKEMFCDVEVLEGSNQYRCGTCNCLVDAKRAAKLRKLPPVLTFN



LLRFLYDFEKGERYKDLSSFKFPRSLIMKPYLEAVRPGNPQKGGGEDEEFIYDLFSVVIHSGTTHSGHYVAFIRDIDRLG
VWTQPEKEPVSLQKSLSADVLEYNSPLELLQAIIPQCGGKATINKLCKLLQDQTGVTWNKRFKQQYGPISKFIRQNSDVF
SIDSTNTITLKSEAPPTSPKKDSEEAMQVLSSKECTPHKLEENEGEVSDKDVTPVKNDVPVSNGLWFEFNDSHVLSVNPS
AIDKMFSGRQSAYMLFYRLRSLKRPNEAAGNPVYGVPQWLQDEVATTNAVLEADRQHYEKAVNTVNLSIHPSVYYVYASG
ALQNIMVNDDAIPLGKDLEPILLHLNYPADSDGTLATISNGFPKSTTILELRQYFVELLNCSSPHDIHLNQVQRSTRSGD
ATIQTIPIHKDKNTLADLSLSDGDHLTAELKTKKGYKSFAYSVADKQNKMITFLIENRCVDSGVEDYPVYPVEVSKTEQL
HQVKRHITSQLQLDNIEEDDFEGLGPSLAEEQSVSEAGIESGMRVVLKPGLAPLRNQIPLKCAVPGGNFQEVIVDRSSTI
KEVCSVMVAKVGLEGDEWHLRKCNWAGESAETVDDEAATVNELKFRSGEYFLIESGRLPPKGFLRLSVHLYTMDNRRTGE
DVPLSVQDWFQGPTEGTGDEQMEVTVEESLIPLHEQIPSHYFPQVYGQLDFIGNIEINKECSVKDLKEQIMCLSELSLID
IPSSDFLRVRDLLNKRPGRVFKDKTHSLKRLKLVSGSSICCQVLPEEENLPATSILFNLYMRRLPSQSYSKPIEVVYDTA
VSTTPIGLYSHISHILAMPLDRIVLAKHKFESFQWIRIEGHTLNGEDKEKKGKRKGRGGGATGVARASGKGGTHVNIKNA
PISLRDGDHVAVKDLQFDPADEDDFLTPEDKKGKAILAAIQEEKRRRRKAKSEGDILSGDTSSRNKKQRRPEIGIKIHVP
DFSASLSEKPS                                                                     
>Aque_XP_003383187                                                              
MASGVEEDWYQSSEFVTVTLKLPRNLKRDDTTSLFKSKHCSLLLNGETIWDCHLSLPVAPDKCRIKPAGKNRVEIKLKKD
TPHRWEELRDTEYSDTEIDEDIFHTPPASPLHNDTPHNAPPTAPPTSLPVPTVPPPVRTHCETPPTSLSKEVESLNDLSS
DHATTNHVTRDQLLSEMSNSFDEVKEEFFNLKHLPHDVIEKGDGVLVKIFVSQVVRDSCLVTFNKSSAVLQFRTKNIRFL
SLYPGTSCETQFMWKVKLYDVIKPDSSSYNVSDRHVQLVLNKSDPSVRWKSLERPVKSPRALTPVGGKPQEKGGADTPTL
NNLDDDDDDDDDVNNLDDLSVANNKPVGKTAMNFEFNPFMLHRTEKTTPTRMTPSTNACLSMPRPQQEASPQPSTSLFHR
LPSDLFAGPSETGIANLGNTCFMSSILQCLSNTVEVRDFFLGEKYRTDINKDNPLGCQGQLAECFYTMIDKLWSGKMAYI
SPRKIKDLIGSRRDEFSGYAQQDAHEFTTFFLDGLHEDLNRIKSKPVTAQIESDGRPDSVVSEESWSNYKKRNDSFIVDL
FGGQFKSLLVCPDCSKESVTFDPFSSLSVPLPVKSVTLSVIFISKDPLTPPKEVVVSLSSESTLELVKASVATKTSVTMK
NLRVFEVIKNGRLVNMAVNHKKKLSEMKDNDFIVICEVLSFHEAKEKVIELHVTQRVKFRNLPSKCCGCGDKGSGFKRCS
RCKSVEYCSRKCQEDDWSRHRKRCNELRNNLEVVGLPFVISLPITQLTFDNIADRAEKYANWSVDCKKYSNGSDSAAGNN
GHTPAPPLFFDLVPIDDLCTTVGSPLLNRGKDTLTLTNRCLLSMDWRNNPNDSSWVDVINKDLSAYQSSAKEAIKREGRH
IRLKDCLQLFTEPETLPKENAWYCPRCKEHREATKRLSVSRLPHILIIHLKRFSFSDLTRRTKIDKHVEFPLTGLDMSPY
IHTDPSSYTAATNGTPALYDLYATVNHYGAVFAGHYVANVLSQNGDKRDWLRYDDENVTRISKNYISDNSTYLLFYRRRE
S                                                                               
>Aque_XP_003382872                                                              
MSRIKEVLGHSLKEQEQNRVDQNEEGEGRNGSNFNVDSHLSIHCKRYFDNRVEFSPARHPDTHLESLKDKYQPINTLDNK
MDSTSDTPSTPLAVQSEIPKPKKVLFDPDCLLMNWTESRPIGSGLSNMGNTCFLNSVLQCLSYTPPLVNYILSGHHKNKC
THQGFCAMCEYHSHLVRVRKSTGVVKPIPIVHNLRVFAKHFRNGHQEDAHEFLRYFIDSLQRISLIGHQPSKLDVFSKHT
TVIHQIFGGYHRSQVKCLKCKRFSNTYDPLLDISLDIKGCPSLQKALFSSIKPDLLDEENKYACPFCKELTRAKKQLTVH
VLPKVLTIQLKRFEFNTMFGGKINKTVQYPEHLDMRPFMSDKEGPHEWYRLYAVLVHYGYSCHSGHYYCYVRNSNGVWYS
MNDSMVNQVSKATVLSQQAYLLFYIKDSEYAGKTPSSTPTLLPFSPSQKNQPISSKVSATGVGVPVKRPDNEGVIPSPLT
PSKPTGVVTPSPKYTSVPPPPSLTSDASIFNTGGSKKVELPALSNKPSPTPPVMPSPSDNPPLQPSIQTTPIPFSTPPRS
TTSIKFTPRSVSTSKSKSVLSADETGKSVKPHALVQPMRSVTAKRPVARVLPSPQQVTKSDSTLSDQLESPASSTVCDKK
LKENEESTHINGDNVDSSTQPSPAPTVNRDVEHDKKNEKDVKSSKDDDLAKTECESPKQDWVVSNSPSTSSLPTMFGPSL
PPDYVQSSSPNNWTVSDMKERLVSRKKKHSHKKTASVSKASPDESSIESSDTSGGRKRGKDERHKEERRIKRKRDRLKEK
EKNRSKEKDHIKEKKERDRSKSSKRDSVKEREEPKKREDSDNERDSSKHHKLSKKRRHRDRSSSDESDEEEIEKKRRKQT
EHSHKKRKKHHSKRHHSRHSDSSDDESHDGRRKKRQKSPSPFTPPHSKQWKKSDDRSRGRDKDELFREKARRGMEEFRRM
KESDKLFDDCLKNKGSTSVTEIKWDSKRSSRRHDSTSSGEPNVLDSLDKSDQLGDGVFTSFVPSLSVKTWSGEKNSIDSI
KTSEIPSRRKGGRDDWDREIDRGKVKKSKGRHNESWDSRNKFQSYQNKKNFQNNKKF                       
>Aque_XP_003382657                                                              
MSDVSDSGVEAMDTTGDSPDDTKDNNNDEAEAGMDAAGNKDEPEASSGENEKEGGDGGDSTPSNGEPHETSESQSETQSE
PPPVPSYEVQKQEIHPLLTQRLKKGDKWYLVDQKWFKQWKKYTGFDSWDQHTAGEPGSNPGPIDTSNLFKDPSKETLNDH
LMEELDYALLPQPAWEKLVAWYGLASTSKPICRNVVEYGTYVKHLKVEVYLIDLKLTLHPHANEIKTHSFSRSDTIKTLH
EKLVEIFEVSNDEETRLWQRYMTNSYELLTNQSQTVSDAGIYGGQMILLEKKTKDGQWARSSTVGLCGLSNLGNTCFMNS
ALQCLGNTKPLVEYFIGKEGEAEKPYKKHINRNNPLGMGGVIAETYGSLLDEMWNGQNSYLAPRQFKNIIGRHAPQFSGY
SQHDSHELLAFLLDGLHEDLNLVKKKPYVDMDIKTDGRDDNDIARETWLKYLQRNQSVIVRLFQGQLKSTLHCPKCDKES
RIFDPFMYLSLPLPVLNTRDIEVFFVRTDPSASMMKLVVIDVYHSRFHRVYYDKDPISHIMDRDDIFIYELCKPLGDQEW
VPVPVYMREIKHHSSTSYFGQKHVTSYGQVFGLPVIVTVPRKGCTYRTLYETISSQISRVVLEPQKKKKTKEEAEGEGEK
VTAEEDKETYYNTKEADAYEDHESCSATKEPKKAITVYGCMDLFVNKEVLGEDDAWYCPQCKEHVQASKKFDLWKMPEIL
VIHLKRFSYNRYFRNKIESKVEFPLENLDLSDYVVNQEEPQPLYDLFAVSNHFGGLGGGHYTAYAKNKDNGKWYSFDDSH
VSEASPESICSSASYLLFYQRKTEGRRKPEPLNRSLSVSFDEEVKEENIKFQKKQQQQQQSKQANLIKEEAEENQDGEVL
ETSL                                                                            
>Aque_XP_003382597                                                              
MDQVRGLVNFFSGSGKNDGITARPVYRGTGAPESSRDRTLSIHGGVGGGIDWPPVSLERSESIVINRGLRNRPGENNCFL
NAAVQVLWHVDVFRRSFRQIEEHKCVGETCIFCALKVLYTQYQHSEQNSIPPDMLRNALANCYKDQDRFQLGIMDDAAEC
FEKLLEKVHYHLTGTADLESCAVKWCIPHMKFALTTVEQIFCPACSKMEEPHTFVEFVHYVSTIVIKDENERLGSTEPDQ
YFFERTLRMAAESDASSYSPCKICTCRVKLRRMLLSNPDVLCIGMIWDSSSPTVPYIMSVLNSIGLKIRLSRIFDRVSGT
GSLEFNLTAMITYYGRHYTTFSYHTKQHSWIYFDDARVRKVGDWNEVKKECRKAHYQPLLLIYTNPHSTTVDITGIKKQE



STAPATTQAPPPITKATPTTQTPPIASPAPPIPPKSEVPDMIQFSITAPASQLLAPMSKSNNIINNLTPPTAVPGSTGGV
SGGGAYFSGSKPLSDVIDDSVNVDTNSRTDAAIGQRYKQQAPISYANNRPSPSVPRHTQSHLYPRLDDGTPYYINVGSRQ
TSRAPVSTSTGHSTSTPAYSTSTAAHPPFSSSSASQFSTATSTSANIDTAGYITTSRPYYNTSTPVSGRSTSPLNQLNNV
PVPSQQRGGGGVPAKQRPRSDVYPSTRTSGPTGGTTGATRGATGATGGATGATGGATGLGRVTGATGRGTGSMADPDSFV
RQFESDFKMMPKDLQIMLLHVGAYLKRLQSPAVKNDVVMTSCLLEKTNDDLKKCIDHHAVQYYSSLRASLKSKKEEIERE
SRLLKLGKSDCPDLQEVANLLSAKNNQFGVKRQPLGRTPSPDKPPLPRKPKPSAIEDMKTRFGGYKESAQRINSSSNERQ
ARGGGAGGAVVTEPVCNVCHNKRDINADGMCGPCSMKWTLSK                                      
>Mbre_XP_001750159                                                              
MSSTGHSSFRRLQPGRLFQWVGEVSLRALERGALVPITTAVQKVETDGVVVPLRIMARASKKDQSKKVRPADFNPFLPPD
PDLTVCEVTDSHLVLLNKFNVIHHHALLVTKDFVEQSLPFSAADLEATAVTLQEHNWLVFFNSGPEAGASERHRHLQLVP
LPVETGLHADVPIEVLFDPSLPVHQITRQPRLPFRHAFVAFHADHVTGASLLEFYTQMIDTLGLRLHDAPHLKAHNVLLT
RRWMMIVPRTHEAVHGIALNAMSLAGCLLVRTEDQEATGGAVAVKATRVLGSRRDERLQRRPRPDVDANANASKADTSSF
RPRHHTAPAFQPQRSGSGVMGKWNSKPIVDGAELGSERLFGLENFGNTCYFNSVLQALYHCQPFRDSLLIHSKSQREGDV
TLLDALATLYHKIATSRKRHGIIQPRQFYACLRQSNASCPHASLTILGPVEIYNSSMQQDAQEFLNYLLNELSEQAVKLA
RRERPAAADAPQKTWVEDLFRGTLTNEIRCLTCETTTTRDEHFLDLSLDIGQNCSLTSCLRNFSSTETLREDSKYYCEAC
CSKQEGEKRYSCFHDCALFSPNCLVYASASQGSNDRLRIKALPNVLAVHLKRFKYSEQFQNLKKLSCRVAHPVELRVVNT
TDDAEDAERLYDLFAIVIHIGSHLTRGHYIALVKSGMQWLLYDDDRVEAVPESSIEDYFGHTEMQEHQRKTSSTSYLLFY
QARRMSCAFPTFKVTPPSANGTMRGARDADESTSAPVARGLPAAVSNASY                              
>Mbre_XP_001748734                                                              
MNAPLQLLASLHELRDSVLTLEPTPNEVMAGLRQPLCEAFRALLWNMRTSRPPHTSTTLEQSCRAATAISADQVYRAVHK
LGPHFKTDMREQQDAEELLSFLLDKLHLEVAAYLEKHPELMEEGDLSAGAGNDDAEGGWHEASSKGVGVSVNTVETHDRQ
VETPISSAFTVRMRSTLDMKGQRRSVTIQPYHCLPLDIEPEHVRSLHDAMRETLRNEPLYASSQDEVIGHKQLLLETLPP
ILLLSLKRFSYGPYGPIKLQKHVKFEAELCIDPEFMSPTARQIHGSDTVYELAAVLFHHGSESHQGHYTCCRSTSEGWIE
LNDTRVSPIALTAVCAPRSGADAYVLCYRKRTAASA                                            
>Mbre_XP_001748693                                                              
MVVAEQSGRRVPFPAAATATSTTSTTSSVTTAVVGKSGCTATGEGTAWRRRSSGGREAGSFGSQVGAEAPLWRRSGAGLE
HNKPRRRHRRSRRGAQHASSSTAPATVAIKASDIDAAAASPTITAAAACSPGLSGSYSQALQRAQPRFYVAASSPLSCST
SAMNTGLPQDDGAEPAAPTQAQQQRLYDEAFIKKDDWKTGMECVLLPFVWHRALTEFLAGKTSMPPASPIPMSSLMDAKT
RKLQAQAFAAEVNLEAFSLLRSWYGVDDPAAIFVCPVYLDANNRPKVETHPLKFRVAAVTDNDNIQSKLQDLSISRLKTV
TDLKAAILDQFDVPGTVEARLWEYQARQCSSSGQTVAAVPSYNSSGGISSTSYANGTGSGYGPGSTLTNRSYGYSSNYGT
STYGGSYGRASNKPILPGRTGLRNLGNTCFMNSALQCLSHCADLRQFFLSGRWQQDLNKNNPIGCDGHLAEAYAELLEKL
WSATQADVSPWHLKDTISKFAPQFSGYQQHDSQELTAFLLDGLHEDLNRIQKKPFVEAKEAEGEDVTAAREAWTRHLLRN
DSIIVDLFQGQIKSTLNCPECNKISVTFDPMMYLSVPIPELDTTFFTITVVFADPRRAPAKCTVELPAKSGTMREMIAAV
AEETAVEPRSLVATDLYHSRFYKIFDGHDTMGNITNGDDVAIFEVPPLEGASWSDEVIPVYHMRQGRAFTSSYYSTSYAA
AMETTGFPFLIRPGPDTTGRQLLAAIADKASQYYAPSHPESSDEEDASEGQNEDAPSMDTREDAEDSDDEFDRELQANVQ
AANAPAQGNETSKVVEKAAAPFKSQPPRPAVTELFEVYSSESRTSTYSRLGPSLDLDTDEPVDIKRHVIQLYWEREDAEN
LLSTEAVLTQAESAPSHVSYTAARKNKHNNVDERDAASVSLRECVERYIQKERLTADNTCFYRDKIDTLVEFPLEGLDMS
PYVLSPKHREGAIYDCFAVSNHSGGYGGGHLLTDAGYWMRHYIDTAYALDESGAWCDYDDAWVTPMRTNQIVTTESYMLF
YRRRKTLSCHAVTGQPLTVPGTPAKVEEADDDMDEAGDDLSTDNLV                                  
>Mbre_XP_001748678                                                              
MGAMGAKPTRVLAYEEALDLLPEKEVQHLQTAFEALLGHGDNLDRATFCYHVMAGVPSVLQSKLYAAFGGTPTGIDFKSL
VCGFAVYTRGSPRHRARLMFAAMVAPDAEGLALADFESVLLITEPTLPPSVVDWFRQHNTLMSEEQFVAWAQEHAETLQA
TAWIIKARSEKLITPPILNYYGTLQDHTGIPEDDIRHFERRYYALRPTHARHKFDRRLFVDQCCPPLSEALATRWFHLLD
SDGNGDLSFRELLQGFAKCCYGSRESRLRALFDWFDVDQNGSLQETEILGMLNAQIELRRALTTLRPGHSAAPSTTVSNL
TSPTAAPSASGEGDLLQQTTLFSTSCASTEVQQLRADLEAFSTDTATLVLDKDAFASWALHKRVLDPLLAALDQVLMLVY
CLRPKTPVDEGRVIVAAMKRHNAVDGEPQGPGRIDNESLCLSAHRRSTRSDWGARLRPDVSVKKDFVIVSAEAWTALSAW
YGGGPVISRPLVANRQTASLEVELFPINVKVMHYAPVKAGRLALASDNDEKLSVTLLFYTDISKMETLESVTNTILRHKR
DMTFERSNTKAAARLWDFKNPKHPILLSETDLTVEEAQITDGHTLLLEVCNADLSWPSEMLAVARSNLNSADDAHDVAMD
PSTVDRHTLLKSDGITGLSNLGNTCYMNAALQCLNHTSPLKAYFEHYHHLAELNMDNVLGYQGIIAKRYGDLILQLSEGR
RSVAPVKFRAAVQKYAERFSGNQQHDSQELLAFVLDALHEDLNRVTEKPYVERKDSEGRPDAVVAAEHWQNHVARNRSIM
VDLFHGQLRSEMRCKECGFASVTFDPASSWTLPLPSEGSSTVETLLHRLDGSAPVKYALQMEPGCTYGEMRTALARASGL
SELQIILAETRQGLLYRVCEETDRIRSVNSQMVHAFECDAEACHYGVAVSRVLRSIQLPNQNHRPSFSGAKPGDGAGSQP
RTRRISTSSASGGGVDNGQTGSTNTAGAPNARPRGPSTTSASGRNRLSSTSSSSGMTRVRLPSTGSQPAADRRGSVTSQR
RGSVSSQRRNSVTSQRRGSMTSQRRSSMSGVSAELVATVREVVARTPIPRGAFSALMRRVPGHLVVVQRQWRTLSPHLLC
LPSRPTVIGSSVLLPYKFGTTTQRELYERAWKQLQRYMDKELCAKVNATREYPFVLKRITEYDMSACSECPWYNYCAGCA
IPNDEQPVALAERQLVALDWDSKAFHLYYQSQAEYQSLKDESVRELRSRAEEPVTMADCLKSFIKAEDMTKDDTWYCSNC
KEHRDAVKKLDIWSIPPFLVVHLKRFQQVNGLWRKSNKVVQVPLHNFDPWPYSAHHHATPPVRMIISSSGSGPETEAAAD
PERGEAESTPAGRKLVLGGGLQLGGVTTTDSTTDDADADADADADADADADADVETPDSLAAMPGKVDHVCAPAVADHPG
LEDQGAGASNAISRASPVPTAGASSGDEAKEAPAQAQDREESGDDGVKDSPMPATYNKLDPHKDVYKDVNSPRLYDLYAI
VLHMGILGGGHYVAYARGKSGKWYLFDDSSCREVPESEVEKQSKAAYLLFYRAQGLREAQLLPDTSKAVLEELAQEYQVS
QNSMFLAHFNCDEKNKRYQNSPQGSAC                                                     
>Mbre_XP_001748436                                                              



MFYGLYRYMFEKLLKESGLLSNSLSLKLSLSNSLSQTLSLKLSNSLSLSQTPPLLSLSLSQTLSLSNSLSLSNSLSNSLS
LKLSLLSLSQTLSQTLSLSNSLSNSLSLKLSLSFKLSLSFKLSLSNSSLFNDFSELRPGTMAEFDDVRTPAGGDSVFKDQ
CTLTFDTPESPDGLYVCMKTFIGFGRAAVATYHEVTGQRTFLHLRAERVEKPAPEQEPPQKKPTKMAIGTPDGFAADSDA
YDLVYTYTVAILPEFKLITLEDPSLPAHVQDSAAAIIAASSASLQQQAQAWEEQRLPSKHAENLLQLDNGVRVPPSGYKC
AKCDISDNLWLNLTDGTILCGRKFYDGSGGNNHAIDHYEQTKYPLAVKLGTITPEGADVYSYEEDDMVLDPKLSQHLAHF
GINIQEQRKTAKSMAEMEIEANEQLKFEFDRITEAGVKLEPAFGPGFTGMRNLGNSCYMNSVLQVLFSLRELVDEFQGSA
IQAYHGQADPTVDLELQLHKLGHGLQSGQYSNQPEASDAAADAELEQDGIDPKMTKHALCRDHPEFSTGSQQDASEFWSY
MMTKLSAYSKKYGRADFGQLFEFDTEVKTTCTSSKKASKPVPTPYQQKLAEAKANKTKVEGENVPLVLRFDRILNSVFAP
AVIEDWYSPAIKAKTTATLQRRFKSFPRYLLMAVDKFFVGDDWTPQKRDASITMPEEMDLTPFAASEHDPNEELLPEEEE
PAAEEAPAIELDPDMLAQLAAMGFAEEGCKRAVYHNPNSVEAAMEWIFAHQDDADFAAPFTIPGTAIASGANTSGGAAEP
PAEAVGMLEAMGFSTEQARRALRETDNNLERAADWAFNHPDEMADPESDLRQSAPSTEAPASERANTDQPQFAPGTGRYR
LKAIISHMGTAAQSGHYICHIRKGDDWFIFNDRKVAKSVKPPFDLGYLYLYESRD                         
>Mbre_XP_001748180                                                              
MADAENIAITKAEAALGHSETATKRNPVVLEEDGEPPHKRAAQGSGDDVSSQRKPPRSKTDVKFPLYPSSSSFKPNTIAQ
PPAKETLPRAGPSNSSSSAVAASPSGTPSHSFNSLSIGRTPIRLSPSVEDARYAALCGLDNMGNTCYLNSVLQCLRFLPL
MSECLNYTSLLDKVPFSVDNHPLLLRWQLLMEDMADAEKSHRLRADQLFATRTISLAPTSFKHELGVANALFDSFMQQDA
QECLRFLLNHLQEAQEAALQPASVPSSADGQQAEAPTALRRASLPLLPSSSLGRPVELDHEPELTDASASLSFVDQADLD
MLESGPFGDSQDEYHNNWLQVQKMETENAPTPSDSGSGSRSNSLPDIDLQASALAPEHEYGAATASTVVIDDDEDANEDD
DEEDEGNNGDEAGGDASSNGVVDNDGSDTSRSDAADKTDFAIRISSAESTGRDEGSISQQRELSSSVENAILVADASGSL
DDNIVQVDGPMTAPIAHQASSPPDSSAEPKIPFTGSLFEGHMLYTTRCLTCDARSDRREAFHDISIPVPSEPQTLKACLA
QLFGKRERMVGADKIFCEQCQAKQEATREMSVADLPPVLTLHLNRSDHLGAKASRCLTLPPILQQQNNPVTAIDYVAPSF
IGGKQPTLDIILPWFGVQSCSMRRKAGLVRHCCVIKQRSKQQLRWRTGLGLPCPEGLLPKS                   
>Mbre_XP_001748038                                                              
MSDTQIGDDIDVDDGDLESLDVPSEDHNLNVNSGFSEDHTMNTDADEDPFHRNVDAMEDMRLSLRLECNPMLAHYQRMLS
SLSKCSSQEGPDSPLPVSNQRDEKLVTIRSAIEEGAPYLSLDHRLLEPDYETNNVQLDLNWTALKTLQRPEDGPYRVPEV
LMTTIESQLQGRWSILVLQNEPLGVAMQAAILALNETDALHADAQLNRFLAVLLPDAFDKLLTSSALYNWDLSTFQRIQR
LINILLRLCIKLIPYDNVIVGDMLAKVKRLTENLLHHPCSAAEIVILTGLTRPFACIDAVEGNIISCFEAIFASTVNLVE
HSDPLREAAAESNACAKLLEMLYDLAQDARKNQICTKMASFNASAFVIGSIITTFLSVLYKTACTKLNMSSDELLQRFFE
KFRDLWVRVNAENNSKLLKLCFERALVRSDDVINVIVANLKAYWAHCREVLQDQPENEDPDTILLDVLFDGVAYAEVVSK
YLDAIACILKVNYDEHRLSSARLNLVHVQQSHLIGLDKLWELVAACCCFGHRVRYALRFETHELVNRMYPPPTLCAACVY
SLEHHQLGYFFDVLARFMGALNALGLPMQAVPVPPQLSYVVLRDTVHEEQVGSDAVNQSANSVLDPQKQESENVESWTTG
SKHADARQVDKNGDIHRNNRGASPSDTGENGDDTNSARTGRRGALFETDENDPGLQGNDDDPAAFAVGRQSLAAAGTVVG
TSMAGPSNHLQPSFEPQHEPITEDNFDSNKASRRNSLQSTGDMNDFEDMTYDSQSLPADPSRASPMSEWSKEAPPLIQTS
ESKSHPELQGQAQSEADGLDRVDEAQDAFPQKMPQNHESDSATTSRTTSIEQCVEPHHFEASDFMTSLLRVTRSLAILAD
IIKSHNDMNEVLRSELPHACAHRGRDVLLTVQQRDGRCRFLVRAHTHEPAMFIRNQIANFLQQQVQSVHLSINDQYLRSS
DLSKSLRELSVTSDAIVTVSEENGLYEQHFRPSEQCSSLALVYRLRALKQLLQPAYVCNRDEAMTQMRLRCAFLKSHAAQ
TLFALLQQPFDNVSDAREASSFLEIKVICLDTILDVMRQALAPSTEIVVPVMSAVRSQTGDFRGTALIEDVAAGAAGDGV
VVSFQYPMQDGLQLVPEEAHSSGARAMPMEPDLTRQLFQNRSFNDEFFQCCKRLVCQACRQEFSQSGEDGSAIRGPMRQD
SQLLATVTRPSSPAVRLIHQLALDLMQLSVQAGLTRPSTLGLDGSDRDFLLLGLVHASPAIFRSRFGRFLRHAMGLNLEE
GTARSDPHPLAVAPLEEAEVASIAQRVFEVLYDAVPACWEPAPSDSGRYEELLGLLVDLLARTQVEATKAHGEPMPLDPQ
HIFEREAEWLQRFVACRDARAGAAHEHGDDPGATAQGAVAMSEDEQQPFDRHETNPSPGRLQAPTPKASTARFLEGHVKL
FKEAFGRTHAEYCAAFVQDHNFHMFLLTTALLGAGSALQAPQEAPTSAAPLFVDASIRDTLFSLLASIVQVSVPALNEVC
TWCKTHMLDPVIPHGVGWTVQIERRQHAVGLRNGGATCYMNSLFQQLFMQPSLRRALIDIPTQTRGFFAQQALAQSNSDT
AQLRLSMDDRLVDKYVHGAQTENTLLQLQRIFAHLNSDAKSVSLGPDLLTSPRLERIRVHAVRILGSCHCDFSAQSKSVV
CCWLCLGLQFYSPELFWATFKLWGEPINVRVQSDAVEFLQTLVDQTDELLQSAGAAPILAPLLKFEMITQIIGKSCRHTS
ERHEDTFNLSLPVMSHDTMHEALLDSVQGEMFTGANQYRCQECGVKVDAMKRSCIKTLPPMLMVQLKRFGYDLQTFQPVK
HNVRFEFPQELDLEPYTYGYLTQKERQEAQEAASDADNAADAVDLGPANSEGVSPAEIPPCCKYRLQGVVVHMGSASAGH
YYSFSRTRETPTTLADGSAGKWLKFNDEQVTEVIVNRDLCEDQFYGGGTTYNTEYGTFEKNYSAYILVYERLDVLEELRQ
GQSLNPSPQPPPVQTPAEVAMLDGFEVPPQLSAEIQAGNLRFEFLHQLLSPSFAGFLTTLVQQGLYTPPVVLATQALLRV
GLRVATAVWASSEELIKSVTMSLANPIFAVAVREVLAADGALVTDLLQALRNGVMRSRLLELVETAMTSLPAESEISAGL
RMPYGPVIQALLAADLPVDHDGCAPLLSTLFCILRQVPAGLRPDCCLDAIAGYASRLLLSEDGSLNGPGTLIPEVSAKLR
ELVSILCQYSNLCAHHDDDTVPVRGSTNPDIDNFMPGKPRDRVEQPALLVGEPPLAPLSDNLARVIFHADFVRFMFDSEQ
LEDPVLEQALLHLAFGNRRLSLIILHEYMTAFARRQLPFQGLMAWLSAFWALRDGLDEWRQKLILHGGEVQDAGGYVGSV
KKTRGLVKLVEGNEQVAVRYRYLKVLLALGEQHPGLMTLVPGSVCLALQVAADEMNTIATPAYSVSDNNETWNQNRLVRS
DSFRTTMTLVRNVLKPTETEAQGSLEIPSATNGEAQSNGSALNDENELVGDVWTSMPMDRMSPHSETDMIENESEA    
>Mbre_XP_001747954                                                              
MGGQSAAGVWCGRGKSKQFQKDREKGSGGGDGEGDADFKAPREGCAGLGGVRTATLVQAGLWMYLSSGEMERKRIAQHNH
QAAHRQYDAPHDKRAKDRCSKCRERWYCSAACQIKDWKLGHRFNCNKVVQHSPIEQRLPRPAMYVCLDPPTTLCHDMSSI
GQNDVVAQHWAAGTQEQNGLVNIKNTCYINSVVQVLASLPAFLEAIYAMYAKSSKGIDEMPLTVALLSTLAGIVDRRDLE
NVPRLFNLGESGSPVQPAMVNALAPIPLLQAVMTKQSTMVFGQQEDAHELFQMLMHAIIDELAPDGLPKAIQETTSVHQL
FRSIITSQLTCPSCGYSSSSFESHLDLQLEIEEYTDTLEEMLEAFTCPEQLDKSNKYRCAGCDQLVRAHKQLSLYEAPNV
LAIQLKRFRAGAHGRIDRFIQYPHQLNLKNYMTPGHHDDGKMEYELCGIIIHLTVGNLTTFGHYVSVVKQGSGDWLLCND



TYTSVLAKEDIEKTTPYMLFYKRREFRPLPTDVDPAAAQEKEKGKCKSGCGFFGAAEYGGHCSKCFKALSPVEQDACKQA
AVVDAAQPNEPAAVSSRKVGRNEKCPCNSGRKYKACHGKQFYVESNPNEAQLAPAAPTHRNKDKQPKSKTLTLGLILCLN
IGVTPPDVVRTHPCAKLEAWIDPEEKPKAIELISQRLTSQYLRWQPKAKFRQAPDPTLDEVKRLCLALRRRAKDECVLLH
FNGHGVPRPTANGELWLFNKDYTQYLPASIYDIQSWVGAPTIFVYDCSGAGILVEKFNYFAQRRKKDIHRQPSVANAEQM
QDCLQLAACRADESLPTSPDYPADLFTACLTTPVEMALRWVFTTKQQRLLPHVTLDMLDDLPGQLSDRTTMRGSLNWIFT
AVTDTIAWEVLPISVFQRIFRNDLLAAALFRNFLLAVRIMRDVNCTPVSEPPLPQTHDHPMWEAWDCAVDFCLAQLPAVV
HGEQEFQEAPFFNDQMTAFSVWLDLVESSDAEVPKAPEQLPILLQVLLSQPHRLRALELLNRFMSLAPWAVEQTLAVGIF
PYVFKLLSSLAVDLQEVLVSIWARILVVDRSRKQDLLKPPGSVVRRSSGRGSDKAFMYFVNILKDAAQPPALLAAAAFIL
VIFLEDHPEAQDICLRADLIAVAAQLLDPAVTTSSTLRKWVALLLGKLFNGHEMAQREARSKVLVVLRLTELLHDSSPQT
RAATVYALGHLICGGEDDVDMNVSTIGSALISIQDDGSHVVRMELAASLSPLVVLYTAQLIDAASALKRADSLAMRLPSD
EPFILVLKSLLLLATDPFPAVAETACTLLAHLGIRATRKPMKLREKPMPSRPRDIASSPATPTLPGSPGFGAMSLDGLTA
SSLGPHSPMSLASSYVSLLPSARAQMHQPVRDDLRDLVELLATTAQQLEEQEQGMDRDPREALSSICLQLRRITEAAPSI
VRQLQGLADAGQPGTNVGLRLAHTNFARTAIDSFCLWQHNKDSDAYAKAEDLDWRRERSHDAQERAGALVEAPERLVKPV
DAMFHKLCTESFDMLAFHPHDTLVAAANKESGNVHVYDMTNAQPPVMFSSKATKHGAISSIKVINPDLDSLLLTGYADGT
VRLWRDWSTPNPGLHSAWRAVSKMRESSDGVGAGLVLEWDQSSGQLIATGDINYLQIWDARSEMRTRKLSSNIDSCITSL
CIDRDDPQRLLAGYGNGLIRLFDLRHSDDRAVVQQYSVHQDYIVSVHSAKESERMMSGSRSGQILWWDYRYPGQPIRTMT
AHRTRGDVVLQCLDTHDYAPIFATANSLQQFKIFNKQGQLLHHHKHYTNFLGEAIGPITALKFHPYEAKLGVSSLEKLLT
VYSAPC                                                                          
>Mbre_XP_001747868                                                              
MLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLKRCLCLSQQSLSACSDTDTRTCARTA
MGRKAGSAAGPASAAAAALGAKLDPIAFGWLGAENITEPSCVTNAHMQQVYGLGPFVEFKKTKRSNPGPRVPWTRDKLGL
SSWLKGSRQAANLKALETEGVPVLRDPDQPTGLYNLGATCYANSLLQIWFHDTGFRRALFEWKPSSAVGDADAQIMRQLQ
LTFAFLSSSLQRAYRPAHLVQALKLEPHVQQDSHEFLKLFAALIERNFELQHGDLIRSLQAMLTEEHLTGDNQYHCSQCE
AKHDAARQVLLDQLPDVLHLQLMRFVYDLTTFRKKKVTKAFRFPAVLDMSAFAKTTQGAKKRRSSDRLYDLSAVLLHRGS
SATCGHYMAQIRHPKTGKWFLFNDEEVTEQACGENGCPLFVDPPMKAPTDAAKRKASQLASQGNLSSTMAYIAKTVRAGL
SSLCALSLLAKDLGYGDFLTHGPKDESGTEVEWVPRDWISSLSKLEINYPHPTDPAILEAQRAMAASNRAHEGAEAHIDD
EGQGAVNETRVCAKDGTARANLDGDVLILDGDGQAVTLHASAPPSKAAPGISQNGEDQGDEVLLVEDVPAGTSNGNSSNQ
LPKGRFEVPGNAAIFIEPPALDCTPLVCVHGRLNPDQIDRARIVTPKAVDMAVALGCPVVHRLPAPSEALYCRDCVANVV
ATEKLRSDLLTDQLAVAAYLKEHFRPSSLERRAQEIMQLDDEEPIILALSALKGFQRLTSSSKPEQSFNEAALCRHGNLT
TAINQLCVVPKPLFERMASYYPTCEEISPSAERCRICLKEALLCEHQLFPVDPVFDLNEAGTGLSLGRYQRDEAEEPLRY
ATTAKMLSLLSAPRVFGQFL                                                            
>Mbre_XP_001747785                                                              
MARQVSVASAGDAGLLGPAGIPQHGCVHASDYKTVHDDRKAPGRELFARALSYTWLHSRSQHTCTACSDLDAHHVEPAFN
GQRDLHLCLSCVFIGCFTFSQPNGEPPARHSHEHAVQASHALSLSLAHRRVYCHFCNDFIYDPDFEHWIDTHTVMEMEDP
HAADPERFAKQPWSLDINTDAGLQAAESLQARAVLSTRYTPGLGLRGLCNLGNTCFVNSILQALIHNPLLRNFFLADMHR
QSPRCLRLHEPQDFNIGSRIEARSSDGSFQPATIRGVNPDNSYAVEWDDGSVQEVMPRKSIRSMADATTVPCLACVLAQL
FSDAYNGQHEQMSTHTLLYAIWKASSHLAGYSQQDSHEFFISLLDGLHQHMVQEGVNPHSNAHDCDCIIHRVFTGKLQSD
VSCQSCGFVSTTFEPFWDLSLGIRRAATGDGQSEQLGEDAMVTCTNCKAKQQAHKRLTLHSLPVALCFHLKRFRQASFTA
PIVKDQVYVRFSQELDLYPYLAHAIATTKDEQGASRPSLRDDAFTYNLFAVITHIGTMQQGHYIAHVKHGGQWYCCDDGN
VFMVHERDVLQTQAYMLFYIKTRLEYGTPSKDGP                                              
>Mbre_XP_001747566                                                              
MGLCRVWYNLLFMGLPYLWSHRTQYSGVRKLRSGRVVRTDPDAGLPLRTGVYADSDRTATAQRHFENSLLAKVLMAWHKH
AAATRTSSANNSGRPLASTSASPAFRRLSAANRTSLHSLAHTNKPGMTGLRNLGQTCYMNAVLQAYAHVDIIRRLLYELV
LSGAFASVGATSGTSPSVATRPIHKIERQPTVQVHELMEAPQVSLQSHRRNARKKPKVDADTTDLDKPFVYLIESLFRVL
WSGRWVLVTPNWLLATVWKRVPQFQGFMQQDAHEFLMTLDERIMTELEQRRLSRRLSQPHFESTGTPTSRVSAERTGSNA
GARRVGLTRGEAGVESVLPAGSTEASPRRARATAEDGTPHTPAMRTSQSVTGLGSTMAAVTTTRNAQKYTRLISAPQVLK
IHLKRFRWQQTDRCKLQYHVACPLVLDLSPYLAADHEGTPKPIASRGTALYDLMAMVVHEGSSLTAGHYKALVYNPTIGA
WVVKNDARVSVTTAEDVLERQAYILFYVQRQANKSARYDLSNVPPTPAPKLG                            
>Mbre_XP_001747483                                                              
MAVELAGVASFVNYRCRIIEVAADGEEVLRGVETVNVEDSLASFADTLARRFNHPLNALKLELMHSPNDIEEIDVTSLDP
LSSLNLHVEPIHTFRVSVRGGDGDEYDAKETETGKQLGQRRQRDPEDSLTEEGGLSTRRRSSDDDDLTQGSTKTRRTGWS
GEKDGYTTGTSTSTGTTTNGVTYGPASPYTSSSYSSYSSHRAAGYVGLANQGATCYLNSLLQSLYMTPEFRNALYRWQPE
GGAEAETSSIPLELQRLFLTLQEGKVSYAETTAVTKSFGWDGAEAFQQHDVQELLRVLFDALETEWTDTPLAKTIQDLYQ
GELKDYVRCLACGNESARNDKFMDVPLVIRPFGSEDCLGSVQESLDKFIEVERLDHHPSPDAPYARLSGLTLNRGWLWML
FCLQGDNQYECSHCKCKQDADKGLKFAQLPYILTFQIKRFDFDYVYFRRIKLNDKFSFPLELDMSSYMPRSSAAAEGDAD
TSTEDALGMHDSEPGVADNGGQKGQGAGDGAGETVVEPFDESEATNSSDDEGAESDPPAYSRLPTTSDALTEDPFEGDAA
ARQQALKNGMLYELFSIMIHSGSALGGHYYAYIKDFKTGKWLCFNDSSVTEIDVSFVLSPGPSMTMSSLEKRSLTLCEPP
LQFERLRGAFGGASMPRYGSSMYSSSSSGYMLLYRRVDSDRNELPVAMSDLPPELLEQRDASRRAQQAAEAEEKAKRNQV
ELSTYFCKFGAASDDKKIISVDRLSSTADAFVKALEAWEIPESVPRSHFRIFKYTPYNESISDELQISDDLTIEKAGMRV
YSASNVLIVQANDEGNFEPLVVPGVRITMTVYRSKTHSWLPPVKFCLPKNGNTSGIVERLCQFYHCDAEIVRICQGEGIV
CVCVCVCVCVCVCVCVQSHEDVYRAMHEPSCLKKNISFTMAGIYGGDNLFADLEPAEEDLGELPFKETTFYKAVETLRHT
VEFEIELPHGDVKTMVIDTRDTLQTFKERIREAFLSDKELDDFQMWYFRSLHSRSEIQIQKLSQTVDAAGVDISKKVFIK



EGKPLKEGESHVDFFLMSDDHNRSLIPLSGQVPLQERSDADAMFEMVRGLIRAKAAEIEEQRAKEESSAPSGTTSDVSEA
ATPAATDSPAGERADETDLMITLETQRQRDDWILEHAQNLEHMRIWETSSQLQLRTVYQPGDKIGLLYDGKKFLVEARVL
LLDEDVHTAQGEIIVFYRQWDATRYRLGPLCDMVISSSLSIEQLLEKVSELYDIPVPELNIQAGPTCYPYIERPSRASYF
PPRVAAMTASISAWPLSLLAHGKSFYFKDKRQSVKDVSDKDTAVLDRRWMTMESRIQHMVASTSSYVARPEVGVKIKTSK
QRRTASNDVDEATDSKVGVELKSNNQVDEATGAERDDFDPNMAKHRKFDNPYHNPGAAKRGWSQGSVGWGVQGYFGSQEA
DSANANLQPRKFELVKDKFGRWINPNKKGKAKPRSDRAETLRQMHHLRRTDKLPLMMWTNLDGAGVTVPQGVAQAVARSL
LDEADVMGLATAKVLSGVIGETVLTTIVATTAPAVTLTGTTVVTLMRKVCGVGTGRMRTMIVAHTDMDTDVTMIVSGAEG
RTNVMRVEGSGAPKRKKRWDPEWGEWR                                                     
>Mbre_XP_001747338                                                              
MGRAGKMKKKQGHGGPANPKWQRDRQQNGKTCAQKQDDISLSSALSLLSLSLLSLLSLCSLSLLSLGSLSALSLLSALSL
LSLCSLCSLSLSALSVCFTWPHLRGNQKYWNMKMAFEPARDPAAASGGMANSKLKPLNRKQANSNAAAHAAASTQPGSGA
ALPAPRKILFDEMFWPACINAAPALYLDQLQLNWQQTRRIGPGLVNMGNTCFLNAVLQCLTYTPALAQFLLSDDCTRMSR
NKGPDALHNLATHVRRALSSSAGPSITPQAIVSKLRTIYKRFRLGRQEDAHEFMRFLIEALQKSAVSTVGQLDERSKTTS
VIHGIFGGYLRSQVRCLSCKYESNTYDPFLDLSLEIGKCQTLDKALRHFFSPEKLLRENQYRCDGCRKYVDALKQFSCHH
LPNVLTVQLKRFSFISMFGSKVGQFVQYPEILDMAPYVNKTQQASMTDRGTRYRLYAVLVHAGHSLQSGHYYCYVRNSNN
IWYRMDDARVSTASQQEVMRQQAYILFYTRIANPRPSAPVVAKADAQAKPKATEPKPKATPPLASDPITSEEDGRPQAKR
VAREAAETVPDKATLVGLSSLPRAAQPDSDDSDDDMANAVASSGAGSNPVDPVLMATHTEWNITYKISAASATIDEISEI
NLFQVVEPTKWHEANARRERAKQRQQRVRQVIERQRRLLDQRLQLHGDEVDSDLEDSLSESSESLNDADADDWAAHLLDV
AKIMGNGSTLTQSAAAIESDESDDEWVPPGEQAAPSGSEDSMTDSAPEESGSTPMPAQAPPSYLEAVRASLGSELGPMLD
EETLELLAQADPEVQAQMKQPLHEVLEQSLVVVQDAMLEQTLDEDEQVVYDGKLTVETCPPHLLAYVKQQVSAAARQLLE
DIYLTDEEENDLATGSAANSDSDDDEESDAPDFAPESESTPALDGVDDPLLASDSDDDVDVAIDGAPVASTASSRVQEYE
YVPDAGLPRHSNATLGWDGKRRVGVAQSLAETNDGVLSWEGAMSSALDGEQPAQRAAVDAADELEREEYDEDYDRGRVKK
VKTGKKTGPVDLSQQLQHSHNRLKNLKGLNLTKGLRNDRGRGGGRGGGRGGRGGRGGRGGRGGGRGGGRGRGGRGGRGGR
GGGRR                                                                           
>Mbre_XP_001747201                                                              
MTTHKVNVKWGKQKFSDVELDANESPEVFKAQLFALSGVDVARQKLMLKGRVIKDSWDGIKLKDGMSFLLMGTQEDAVPD
GPAEKMVFVEDLTEDQLVSVSKLPAGLVNLGNTCYMNATLQCLLSAPALRKAIDRCVCVCVCVCVWCVCVCVCVCVCVCV
CVCVCVCVCVCVCVCVCVCVCVCVCVCVSESLLHNPATRAHGVECPSLNCQLSKALSDKSNNSALQVAVMLFLQDGASVV
QRYFGIRYKETMRNTEAPDEAVASSTSRQLQLSCHIDKDVTYMMAGLERALKEEITKHSDTLGRDAVYEKSAQIDRLPEF
LTVNFVRFYFKRSAGENCKIRKEVKFPLVFDAFQLCSAELKEKLAPARAHFDELRDWEAEQAAAAAGKRNKSETVSDDSD
DTWPTSFEDDPGSNNSAYYELKAVLTHKGRSSNSGHYVAWVKQDDGSWLLFDDDKVSVKKPEDILALSGSGGADWHTAYM
MLYAAQPCRKVPPKAAKSDSMDQTSDN                                                     
>Mbre_XP_001747113                                                              
MFVADGGKSGLVNIGNTCFFNAILQCLSHIRPLGEVFGNEAKLSSLLNTHSKALGSHGLIAQAYGRLLRDLWQPARMTPV
RPADFKRAISRRNRRFMGYDQQDAPEFLEFLLDELHEDVNRVGEKPYAADRAWANFHRRDDSPVVDLFQGQLRSRVCCPT
CSKVSVIFDPFRSLALPLPRPRTPCTGQEASAAVGLHTAYELLAKPEVLSHDNQWYCNRCKEHRQAIKELAVWRLPPILV
VHFKRFAHGASRLRVTSATTQITYPERLHLDDASGQGRDYRLRGVVCHRGTLYYGHYVAYARHAVTGDWYYYDDDTCRRV
SDDSYLGHRGAYLLFYEEDCSVQN                                                        
>Mbre_XP_001747039                                                              
MSIRASVGAHPFPLRKFRIVTDFVTHIWLLCLSLSLSLSLCLSVSLSLSLKPFSFSNRPLSVSLSLSLSLSLSVSLSLSL
SVSVSVSVSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLALSIFVFPGATASAMDEALMPFTS
FGHSPEQAPIARVVFDQVFNLLWVLDERGYISSYNESFQRYSAWTLQPATGHDGSADKPTFMTSTVHGLIVIHANQIMLF
SVGGVQHMRIVLRGDKTGITCADASPHNQRQIICGGAGALHVLDLTKQQFVKSSPLPDTGDIQTLRCGRQLIVATTETEL
LMIDGRQHVVRLRTKAHSGGTANLDLRDNTAVTCGKTATGRLDNNIHVIDVSAGVQALCLLSNHMVSAPRAFVITHTQQA
LMRNLANRSAPPTLIPYPTVQDGGRVTFVCGSPSDAAVAFGDSHGMVSIWTLNGMPLAFNYGMPLPVVNDIRLHPHRVHF
DDLEAPAAYMLVNSTKTSDWPTDKTMQFQRPPIRVPEAMLGRATWMNSERGHAPNVLNWKPFQVQYSSAALSVSSPSKLK
GKQSRFHGIDQTPLGRMDDLEGISAMIPRHYRRVRNKDDKLDFDYQHYNETNFVGLEPTAPNTYCNAMLQTLFYLTPVRS
LLMQHYCEDEFCLACELMFLFDMMAKRNTITCQATNFVRAFRTIQQAVNSGLIITEEEADSPDTDLHLLTQRWQFFIVTQ
LARIVPRDPEELSHSDNGGPSAPSTVSVTVQPSNEAPPRESGKDSGRSRRGGRAGRSRKDAPTDSSSNAMRMLEAAAAAA
AANDASASSPIHSLFNTAPIKTMTCSVCQSSTVSTTTSLTQVLRFPENGTPEEDAQLRFSDLISSVLMREQTDKAYCSKC
KEFKVHVQVLEASTLPGVMAFSCPLTRDRHRWDARMRLHQSEEHVATSKRAAAVVMAPAELRPCDVLPDPSAIPDYVAKT
LSWIPIELRAQLNRDNTKQKLVIEETLVPTTAATPPAGEGSQSDSNAIVYELFAAVYHVRESKTCGNMVSILHVPSHCTG
DGSRPWVLFNDFAVNVVSCNDAVLYDTTWKTPCLYYYVQKDSLEAPKGAPPSLQEQFIRRLLNDPSLSVQRPLVPASTVL
DRASIPSAGDRVAIDAEFISLRAADTELRSSGHRNTIRQAFVTPARISVVAASGQLKGTTIVDDYIKNTEYVADYVTQFS
GISPGDLTPATSTKHLTTLKSSYVKASWITPLMLKAMVERGVIFVGHGLKKDFKVLNMTVPSKQILDTVNLFYLPKQRFL
SLKFLAWYFLGVVMQDDARAGHDSVEDARTALALLDVYEEWSRDSSTWNDILQKLYDLGRIHGFKPPANAREHCPFHEQY
GAERKDVKEAVSA                                                                   
>Mbre_XP_001745657                                                              
MTLSPRNANRLALALSLFFFSCEKNVSLSLSLSLWYHIHRDAGCPQQGWSPLMRYLAPRAALPLHMLLGLDPRRQLPRAS
RSHRLSENGYGGVSLPGIALPARPPAAPAARPPTYPRQDSLPSVHVASNRSPLQRRRGLRNLGNTCYMNACLQCLYHLPA
FRQSVLAASPLGDRHGLLQAVQRTFEQLGTPNPQAVAPFALQHAAARANDMFVGYEQHDAEELLRTILFALHDATKTPSA
TPPAGQAPVPVMVGFEQLLRRHRQLEPGPMLPHFEGWTRSTVTCRSCGHRSATFEPFVDLSLDLPALASPPTTEACLACY



TQPEDLAGDHRILCDACHKNQPVTKQVALELLPPILIVHFKRFQHTGHVSRKLTTPVTLTGSELNLAPFLSGSLFGGHYT
AQCLDLRTNAWCDFNDATARLCTAPATCVCVCVCLVFFLSSLACSLTFPLCVCVGVCACLLTAVAAAGGAAGAVATAANT
SKVSPPPPLVPREGLARLILLKPKLLEPAATAASSPAPLTQQILTVPATELITDIHKELTSTKALSSKPAVVTNAVASCW
ALVTHHQLSFEDLEANLNSGVLDWMLRDVQAPESPPKPDATILLQAYFPALLRLDAQGSSSNTAADEELISQALECMLCK
PPPVVKLYPKSSPETEAIKPAARMALRLARHHLKTHNDGKARHVAQAILPHIAKSAEGLLSSFQAIMRATRESTDHKSAE
SPHVAAHTTPKRAKQEQLGQATTMTRQKGHKLFEQPPKAGQMAPPKLVNGVGERLLSTIDAQLCCNTPPLRHVGSMNLPH
ILRTNRTKQLAQELFDALLQPATLFWALVVAQYVWPIPFKQLVDLMGQVAGTPFSTASFVLEFQTHGVLLRSGTLAELVL
HQFPALQHFEPAMNISSLRDTELLGSENAASTAALYELEGIAQQLQNILQAQTMFDFQ                      
>Mbre_XP_001745231                                                              
MQTVKCFTEAVSLTTNLHLTRHAGWLQRQDFLFQLEFFEENEDAILIIQDAWRRYKQRKLAREQEEAERNKNNENGNTSG
NEKAAETTVAEPTEVAEDVESDGTQRRATTNMDGAGGEGANVTNHEEAARAEAARAEAARQEAAATRIQASYRGFQGRKS
AATLREAKAAEAAAAAEAARAEAARAEAARQEAAATRIQASYRGFQGRKSAATLREAKAAEAAAAAEAAREEAARAEAAR
QEAAATRIQASYRGFQGRKSAATLREAKAAEAAAAAEAAREEAARAEAARQEAAATRIQASYRGFQGRKSAATLREAKAA
EAAAAAEAARAEAARAEAARQEAAATRIQASYRGFQGRKSAATLREAKAAEAAAAAEAAREEAARAEAARQEAAATRIQA
SYRGFQGRKSAATLREAKAAEAAAAAEAAREEAARAEAARQEAAATRIQASYRGLQGRKSAATLREAKAAEARAAAVHAP
LQSQLADNPTLSSSTTLYTAHDITGFTVAEDFNHDMRHIIQLQAVWRGCLQRMRYRRLFDSPVTIQAIRAYMHILNGNAA
ECQLELELNATKRFVMIKADEITALEKQLALLDLEIGRKVRTEEAILHDVQVKGLLQPTLPANKVDLPSDSDGSDNLLHY
RQLLFVLLHQPAIWNGLARAPDISAGDLLRLCRLVFNQGSGNHEQALLLGVCEHILETEIFDFPARLEDGLAQLGANANV
AFAWQAAGSANASLGDSDDFEEILVQELVVWLDNMQSRAAARLKHESPAEEQAKNVPGEERDVISLLDGDEIRQAEATVQ
QLGLPSLVSNWSVPDVGRWLERDRFKAYSKRFESKEIDGRKLLALDSAALLDLGLLSTSARRLAEQIALLRAINEKAELA
HAGPTSTGALVKTDGVSLEAPRYGCSGDPHDWTLTQVLTWLKRAGHDDAVSAFVQAEVSGANLSSLDAAALKMLGVHDPN
RLEMDINALFSSTVEAGLSASSADDLPEELHLAFGLLRTLWSRRRNLRFGVCYLTGVLNKSLQRRYPQVARLEILRAAGL
GFYYQYLRHAMQAALRRTLDKAELPSAEYDLVTQTAARSFELVRLAFLGERSFRTASVGLQADRRLYDRFFLQATSQLLD
LTKHMTLTASLEEYFGLDEFSSFESAGSSTVYMSLVDLFRLHELLISNYDSFPARCRELLRPLLGAFEPRARKALPGMHL
VPDFVSEATVDIELSKHFLARWQVEDVSSWLEDLQLNQYILPFATHLVNGKTLLKVKKAADFSKYGVVDYKDSMVLFRNL
RHLRLRLAAAAAVEQPDRATASRSGLASVFSPWRRSQTPPSAPEGIKGWSAQECVVWLTKIGFERYESLFQDQKVTGKVL
DAMEDGSGFERLGVRNVKDCMAMFRHLNAAKVHAGEAALPAAALNSSSRRESASSIASSVAGSDSPLTARRRQRRGPKDF
YVPCADDFGRDARDLSRPLALDVVRSSAADVLDTRATSERLDHEALLAKTKKMVVDLLRQSEATSIPELLTERVTPVQEA
GHRQFTARQQSQPGLNDKARTRALSIVGTSLKKLQSMATNNLETLSSAGLVQASNNYQDVLDGIAKDIRFHAHELRARPR
ELRKLREAKARMEVRLAELQERIESYRAIAKTLSATGGPPTSAGSSAGRPGAVGPSTHSLPNTAGVKTAKARKIGTQFGT
HTFSGAKLKQKKVFHCLTASASVTLKEASSPGRFKLPLHFGAIKKSWLLYYSAFVIEEGRSPGGYPQLGNPTLRAFTHKK
HGRNFGATRPQLDVRRIARKSTEFGFSTDDNIPPSSTTPTSTSRPAQLKLQQKAASRSPVSVTQSRLQNPTIQSPQISRA
SHKHASPDALAKSSERPASGSVLMRKLKVVEEVQEQQHKLTLENHAKAISTLHRTTAASPTRSPNVVDSLLRHGSSAQAR
NAASQAKLATPPAISFTDSEGDAHRPWLPQSKRAKWSSSNLPRKASSSGGASEGSVASVSFEGFRNVGNTCYLNAVLQSL
LAVHCFVDDLREFATPERFAHSPTAPAQPSTVTCALQKLIKQIDQREKKQLAPIDPSAIKHCLAQTATAFEGWGQQDAHE
FLSFLLDRLLAETEDEDTSEPGSPASAASTTSLAEAKLAPRSPSPINGLGIIPSNFGGELLHQRACTGCKRSSSWSEAFL
VLSLELPSSNDPSATPPTLQKLLATSLAPEDVEYKCESCDCTTSRLTHRLSRLPRCLILHVKRFTYDLQWHSRRKLHQPI
RLERSLQTSHVLARRIKGPVPVASAKSAALPDHPLKRVLFQSTDEASDEGQWLEEASTSETGIDCAVTPSSGSELHAASK
YRIVAVTRHHGTTEGGHYIADVLDREHGWRVFDDSRVTKSDWGSVRRANERDGYLYFYVHDSCSAPHPAQANAHP     
>Mbre_XP_001744893                                                              
MIPDRFYLACALGPLPRARIRPAGLANLGTTCYLNSLIQTMFFTPLLRERLFQLKPAELGVTKPDQERQPTEAAVRRIPW
ALLRLFARMAASNAAVIELQELTQSFGWTRSQEIQQQDVQELNRVLFDAVERSLVGTSGSTVIDELYAGEDVGFVQCTEC
GHRSERKEKFHDIGVTVKGKNGLIAGLKDFTNIEILEGNNKYHCSGCDQKVVAHKGTRFGRLPPILTFNLMRFSFDWNRN
VREKETNKYPFPVHLDMRPFCTEDQDLNYDYELFSVVVHRGGAHGGHYYAFVRDLMHEGQWTKPSGGHKKVQKTDYLNHD
HPVDVLHNLLLDVRSSTVLIRFWQMMEERTGQSWNKRYKKGFGPLIKFVRRHPNVFELDENLGTLGLTPAALVTPVGKAR
TLKKPAADADAETSTASPTGSDSHGPGGVKRPQTARWFCVNDDRVTPADWKQIEAVFGGTECAYMLFYIQTKHCPTGGPT
PEPPSVPEVSFVAPLPCSSCHASLTLTLQQVTGWGKRQTDRQTDRQTDRQTETKQMSMCD                    
>Mbre_XP_001744288                                                              
MHDLCNLHAPLYQDHLGCHQLSLAHLLQAVCQANIIERFGILLEENCDAACSFEQLRMWLAFTQQVALFGSDPRLQPSVW
RLIEASFEWLLRLPGHRLKVAPVSEMKQILKLLSAISSLAAFEPSLVRDKKHAVLNKCLRLSSLQAQVLALNILSGEIAP
TLAQQPEQGDCAEPMLNDHELDSLSEWLAREHILEDLVHDQLHEELLKRLRPLLSLQALKGRLALNVWQRLLEVALCKHD
SLAQWALACLPALYMAPAEHLSQLHLDMCKRGTDLPRTPTLCLAYCKVLIICSQALMRSDAANTHVLENCLNVATQAQSL
PCAADVLALLQDFLSSLSRPAILQAAQLALVSLCKPQLSLTHALNLLGCVIDAALRVPDAGAKLLHEAQVQTGLIGLMPL
AESTDLLRIIQLWLRAYNLQYPMPWPQLEGVWDMLLPTQSRLGLLLNALYQQAARSWSCDTLYGCDFSAQLLQILARDMG
LAGPEAAPLFHRLFINLGIENQSIVLKGPHMDLFTLCTPRGYGELMDTVQYGSSVLTDLLSTVVCNTWPSERAIKARRDF
IDRAITEAQTAPNVASRTPSAIVWMSLLAEMMVKLSSSVLHSHAPRWLQLNLWENNVNVETIFVSSMALVMDVIDQSSHL
TQLLPPASAFDSRQLPVRLHAYVPTTATGTALSSPDMLQSLEDPLLFHVSGLGPCDLIVKPRRSNRRLRDAVSITFPSDP
ALPRSSYASVQALQHIQPRCMLADKPSHLRCLFELTRGSTDSLADPQKLASLAATVLEHVRISPELLGEWLAKDRLLTAL
GDCRLFQVTTLARLMHQELTTGVDVRPCLRHESVIAATVAALSHFLNPLPSTGEPHQVDRCIALLCQCLGTMLISEPQEP
GLSSATVLECVNKALNRVLEGHPIVAESCVHLLPTLQALLRCFPRARAEFVTNENCSRLIAFVAWRGHLPLGESAAKILE
QLGSSPTAPGPECADVARAPTGAPIALLVGAIIGAVREAPLDNAPGWLRLQGVCRTLLKQHLPDAAPHTSTTTTPAIKST
FATASTEKPLAMQTLLQSWFCMLKAALLTWKSKECPGVSTTDFGLVFHLEVLAALVPKLDLCAMTSEFHDLALCLTTQFL



YALPDEVSRSEPTCPKCVMRDSRAAAGKLLRLLLAHDEPGQKTTVAALVQFHSPYFHDPEAANALADIELIAAAGYCGLQ
NLGATCYMNAFLQQLFFMPAFCARLLAIRAAPESQDSQLSAPLPQLQDLFVELKYSIGRFVPMHELCAAYTDMAGQPINP
REQVDVDEFMNQVSL                                                                 
>Mbre_XP_001744287                                                              
YHCADCQERVSAEKLVRLRQLPACVIISLKRMAYDMESQQRIKIHQRCEFPLDLDLRPYMSDAAISAAELYRLTGVVVHS
GSAQSGHYYAFAQQRDSSQWLRLDDRQVTPVSTDVLLEQSYGGVKRVDADASVSSYLNANEMKAYSAYLLVYERVEP   
>Mbre_XP_001743544                                                              
MEVFPSQSLEELENKVLAPSWTVPLESNGPLVVCTQALLRLLQANSSFEADDVATRFLHGVFHESYAKLLDSDAVRTWKS
NIISLIEEKMPLFAETLAYVVGASDHPELYNLVALALCDDAELYHRCGTGASSTSLQSSAFACRQYGLWPDVVNIFGHHG
GFQRIAAYAAREDVPFENLLQLARISVQASPDLKDSVRDQVLAPIWARFNTKFDGMSNDDLKKLAPHVLGKRGLLATFAA
FPRLRDSVSPGRPPVYDCMLRLLKCGSFSVTMSVMQFIHEQARYGPSTADVRSRQATLSQEDIAPWIVENDILDILLKGN
LHQEQYVRRITKLVTILTSQKMLNQATLKQIWDAQGGKHETIVKNLHELLAEIAWDLTGDNLHYLFELFKESWGGSDENR
RNLLTLMRRLAEEDTHNTMANQVLNLLWDLVHDDTASREIITAALEAHCHILLHGYNQEAERRHWINTLVEAIGAEKDVL
LSVQQLHRILKYYSNSASSHTRHKELFTFIENSKLATHCQHALLQYYDMARSNPAAAGGVFSHEEILDIYLDNIRFFNET
TSSYISLVLVEVIWDKIYCHAISETDARILLTWFAKICTYNGNDTDLDLGCIARFFDSRIVRQDPTRMNTDAFHLFWAAF
KSTNQHHGKLMLSSDGLIIESIRDISFGGLDVLWMVALEHDDEQVAELGARALLQLFLASGSAVDFHNAWLEQIFTRLTQ
SYFEICRLEDESAKTRAQALVARAFRILTSYIGATERNYRRIFGLRGHRAAYRGQMLNLVLHRPRKEGRKPLDLLMHETD
TMLSLRREAAAIFSLRLEATALQTYKTTAMYLTSNDMHTLGEAGVYHGQHFLVRSLNVNTNGPILGPANEMEEAKLPRMI
LANPQNPFTAKLYQIADEVRVAPEARSMAQTLLLNLPSNETIMQAVADEVVAKKDLALATLPELSRFRQLYQILALCALL
QPWPDAERSPALRERSQTVQNVYRQSVPFAQLLSVCRISDAEAATPHLEEYEMIFELLKAVLFLLQISIEAASSLDKATL
AHILSELSPLLELTASGRLGQNCSPTVEAKNAVLSVRVLNLMERLLAQEESEATTFLDVVFKHDLLSQILMHASDAGTRG
SLVKLLMIVFPKASPQDRATLFAKACGLLDRVHSTPHCSHLFNLVVALVSKHEACANTDADKLFQQQIQALERFEVVDGA
QLDDLQDELAGRFNLARALLPHVGSTTLDNVDRMLKPIVEKFLFPASKRLSELALADEGMDLDDERVQAICRVPGARTAA
FSFLQSYLQARPKSLMQLLLDLATLHFSPSQRLSGFEYIPVTTDRSSAGFVGLKNAGATCYLNSSLQQLFMQPDIRRFLA
SELAIPAEDRNDLLLYQLQKTFVFLDKAEQQYYIPEDMWRTYRHWGEAVNVREQQDANEFLNCFVDQIDEQLKALQRPQI
LSRVLGGMFLDEKIIQKGCNHRYTRDEPFTTVCVEVTLSDRLEDGLAKYVQGEVLEGYKCEKCAEPRDTLKRQSIKRLPR
VLAISLKRFDFDFERMAPTKFNKRYEFPMELDMGPYTAAGLHAAELRENGTDIETPACPYRLVGVIVHSGQANGGHYYSF
IRQRDACGAVQEDSPWLRFEDTEVSIVEMDSPDTLHEEWFGGSYSSDVLDKATHRYVKRKRERWWNAYMLFYERIDPPAL
HMSDAYDHELDPTLPDHPLPPSDSEPEPYDTVTAEEKAEKEKELATVDLEPSTELHRELKRANVEFRHKANVFDPAYFSF
LLQACKQQTQHFLDQLSAAADADAERAIRAAIQPEVVALVNRAFQFLSGFALRTDDSYRPALGDWPDVLARLTELSLEGL
DQLLNSLTEEPDLFEDLLVLNTDAESRRVFARILINTCERVHECHGSEVLLSRIEDVLTRLGTLLDTEAIKRPRQFDAAF
EFLERLSALGPFWCQELLARNFALRCFSPTSNTLPWLKQLMFDFNPLVLLLARLIRAGGPNLPEQTSAPPTNVRNPFILS
SDVSPDAPNDEGVLSIIHEHMEPLMNMLVQLEEPYVAEAQSLLAFLCWRDDSRLMQVLCPLLLHLDSHSPWPKGEFILNS
LKSMMAMPDNNLPLRLRLLHYNPKENNRVAGLFRILEFYLLVTCHDEGTGMNLTGWTKQSLCSFEMPVLFDYSTHHAKKV
FYTGAFLAWELETIPEAREWLLAVPQVDKWATITSFIETSIASLPIVAGRNLDVDETHVLRRTESAENVVALLSQHAPAD
LYPMTISIAPTAQTQSPMSEDGSDVDQGGIDNLLTDIQA                                         
>Mbre_XP_001743505                                                              
MNSVLQCLLYARPLTMYFTQGRYRKDLNRTNPMGCKGELAEEYSALVVELNKRCYRYLAPKFFKATLASFAPQFEGTQQQ
DAQEFASFFLDGLHEDLNRVRKKVCDCNLDGMPDHLAADKAWNEYLTRHNSIIVDLFQGQYRSAMRCLTCGHESLNFSPF
MFLTLPIPANPSVDIRACLQEFVRAERVNGWRCPKCKCARDASKTLSIWRLPPLLMIHLKRFTFSGPFRDKLSTRVDFPL
TNLKIQDGVANPKLQEQKRDYKLFGVSNHYGNMSGGHYIAFCRDFQSRRWYKFDDSAVSPMPESQVCSNAAYLLFYSCLD
FDHLGNSF                                                                        
>Mbre_XP_001743067                                                              
MTVGLVNLGNTCYLNSVVQCLLHCDAIHDYLINCPGQLADTPEHSLVRSLAELATSLDEAAENGRQYLTPRNLTRAVCYD
HNLFEPYRQQVTSRCKGHEVGAVLIRNAPSINAVPRCSAPDEQARRNRKQESIVSQLFAGATRGSIECLHCGHVSSCVES
FHDLSLQIPGSEASTGWGNVFHGKAPLFSARLTWSRFKCHSRYAFGYTAFLPWCRRCGGLCDFVDTVGWCCRLEFPVTDV
LDLSPYCDTTSDTAAAQDIATLGADYVLAGVVTHMGSQATSGHYMAYCRDTETNQWYRYDDSDVHEVSASDVSNRLPYML
FYRRHSPHAQEQVDRLLTGLPESDQGEPLAYLSHEWLTLWRHCVQPPPVNDFEFMCSHGAVQPHKASQLLDYAQERQRTR
VQAALRELSSPDACAEMHDDLNAGRPFFVISSAWEQQLCDFSQSTSPDEVCPPIDHQKWFDEQGRIKATVDDILRGGVSQ
VTAAFWEDML                                                                      
>Mbre_XP_001742576                                                              
MDPASLKVTELKAELAERGLPTSGRKAELVERLSTALQESASSPPPAAVAATTAATATVKEEAQENQPVASTTSEEAVPK
REAQESDTAAESETAGPATKRVKQEPNETSVKQEPTEASIAPKQTAKAEPTDGSVQGHQATGADDEDEEEEAFRRYEREA
QLERSRNCPYLDTISRARLDFDFEKLCSVNLSNQNVYACLVCGKYYQGRGKGTNAYMHSLEASHHVFLNLHTLRFYCLPD
NYEVIDNSLSDIQFVLKPTFSKAMMHALDHSSRYSRALDGTTYLPGIVGLNNIKANDYVNVVVQTLNRVPSLRNFFLDPE
ATRRMTDPLIVSSRFLLALALAKLIRKINNPRAFKSHVSPHEFLQAVNNGSKRQFRLTEQADPVDLLSWLLNTLQRKLSK
RGSNIVADTFQGRMRVTSRKLPPPPDVQEVSGLRIDPNSEEYQDKVSEQKFLFLGLDLPPPPLYQDETRQNIIPQVPLFE
LLSKFDGSTSSEYKTYKDTIVKSFRLLDMPQYLILHVKRFTKNAFFVEKNPTIVNFPVKDIDFAGLVAEEFRDSSKTYKY
DLLCNIVHDGLPGAGKGTYRAHLYHKGCKKWFEVQDLHVADVLPEMITLSESYIQVCVFN                    
>Mbre_XP_001742159                                                              
MSSRRLPGGAVPESNGRASAEAPAATAVRGLRNLGNTCFYNAVIQSLARLHTLRTDLRLRADKAKQADDVDAEDKATGDQ
PVLLVPAPAHCLDAELNATLRSISLDVIPHMGQLAHSLLELLENLTAASGNQYVSVPTGSTSFMPRSSSAIHPLTSPPDP



KPLFNAIVMKAPRFRGYQQQDSQELLRHLLDLMDDEDRTAVFGGKLASTIICHGCHQALSKKQKRKLEAQAKREEKQRRK
AERKQKKSDRGSSSAVAPTRGDAGAQKKARRATAAAATAIEADAGLHESNFNEQDEENSMASPQPLQGSPSPAELSSRPN
SSDDAEHAQGNGDRGSGEEHGGHHAETDCESKVVSSFVQSPCSDGIMQRRSVFRLSDGVGLASESSDWPDDADADEIDRS
SEPRMTMLSGLATQLVQAAVAAGMVQVTSYGKATTSTAGPGEASSLPRGALFTESTMDHDSYKGGQARTNGCDTPVHGQT
DARPHRNRTSSVVSVGTVSLDSMIMSDNVLTLPPRCGTLAPMYVPSPNESSVASCLAAFCAKEELRGTNAFLCQECGRRA
AADAAVQDAASALCPPPHGRLQMETQQGQSSETLTAVVGHSDLVASNACLDDSDDMSGEPGLKHAFEDTSPVNEANGFAS
NVGSVRAFAKGGVSDVSSGTDGTCSSPSMKSTPSPSKPIPPVAREASKQLLIELPPTVLTLHLKRFEQHGTRLSKSSRHV
SFPLVLDIAPFCSTECSMTVYSGKECGVRYELRSVVVHQGRLTGGHYVAYVRTDMEASTKDTAAAQGPSQTSGSPSSWYC
VSDASVRKVAEKEVLAAEAYILFYERLG                                                    
>Sros_PTSG_00738                                                                
MGKKGKKKNRGGGKSPAQRMQQRRTRSKSEPSAERDDKKHVAFKLSDNTVHLISPQLPLRKYVEPIPPRFEGPGFSIEEY
LRNNGLLVDMPASKGAAKGSKGKGKGKGKGKGKKQGPTAVYVFHQEDLHEPHLHMRPAKSVLKSSSGSDTHDDSEGYHAA
DDNGRKKQVRKKKKKNKNKKGQQDQAHENGQVPADVNGSGGPSRHTDTDEEAAEAEEQCGRAEDAQHQQQKQQQKQQQKQ
REEEEEEKLIRDGWQVQGRKQKRKQESKQALPHMPPAAAAAPTHTKLQGNKQLQETEQHRQQSPPPSEKPALASSSDARS
ESNTEVQDKRHNTTVTDDGGDGDDERPRMVQPEATPSRLPLHQRMWNRHAHDHDDDDDDDDDDDTEGEDGVVGEMSDLAR
QLALGGRGAVSAPRAHTQRTHARMRSRSRSPTSPLAHHQRSAWGHAEDGDDEAEDEEAQGHHADGRGGGDSARREAAEEH
AERDQERDGTDDLGGHKTVDEEKQSASRPIVAQAENANTPPPTNAATATAATPPSSTATVPTTTATTEAPLSIDEQLQGK
PVAFLVEFAHHDWTDENDSVLLSLFLDATRFKVYFAPGEVCVRFKSFNPTQYSTSCTPKTPLMWRCALFARIDPEASRVL
PTSRNGVVRIRLVKDKQPQQQIRWSQLEGTGTATANTEHIEPTTASSSTVTAPTAAVEEKGDMYALLEEVSGEVTRTAQA
LMTQSGGGDGAAPATATASTTTTTSSTSVTETMSALSNTVAAAASSTVTATTTVTSQRAPLSSASTNTKVHAETTTTVAA
TATATALEANASLRQDGADEDEAQLLPVSKRGVLDLYATWRERQDSMRTRDTLVLQHHQQPSGGASSEDDGDGAWAGPTR
VLVAQKPAYAGISGLFNLRQTCFVNCVLQCLFHSAAFVDAFRTRPLRELVPAWKKPADKKLAVVREFVRICEEVWEALTP
VVNARDLVVHLIRAVPDFNMLIQQDAHEFLELFLDTLHEGMNKVQKKPYVQNKDVTAGDSEHEAALEVWRNFRAREDSHV
IDVFQGQLRSCVTCKHCNHSSVTFDPFRSLSLSIAEPCKQKILHVFDTDMSHVTSAQVRIHPMATASELLAQCGIAREEQ
PVLVVCTSQGEVKDVCSGDDCVYASVTPTRHLFACFPRPTSIEQGEQEEDAVEHVEGKQGTIEAQQEQQQQLSVVVTTRA
RRSVPLAKCHACATLAEHATGALKRCARCKQVCYCSTACQQSHWPQHKSSCRAAAPQPVGRPTVLTLTTSASSFDATTVK
RALASSARQALALQLQQTAVSQQQQQQQQQQPANECSSNNADNADNADNAEWDVASIEGFLAALSKSRAQVRVASTTDRS
SGSSNSNSSGSMMDVDKALAKGHDAVWQAVVDFGVVTDAPIGENQQLLELALAAAAGDACPPAPASFYDDVTLEECLRQF
SKTEHLGEQDHWYCSRCKKPRPATKELTVHRAPSTLVLQLKRFKKPGESMTLMDQARLKMDNRVKVPPLLDMSHYACAFG
GGEAVSREGSCSPDVVGDSGVADVDGDDSVGVEGSVCGVGGVVDGGDSVVDGGDSGGVAHKTAPSPHMYELYGVIDHYGL
LVAGHYTASVRHASSGKWYRFDDEHVTPLPSVDAAVKDRSAASILFFVRKDGDGHGEADGARE*                
>Sros_PTSG_00761                                                                
MDIWQLFEEDEAEQQYVSTHASPTKDSVPRPPDRRAQCNLAGLANLGTTCYLNSLIQTMYFTPQLRQRFYELTEADLGES
TDRNDQRTRKIPLALRRLFARLQLLERKSVPVGELTAAFGWQRSQEIQQHDVQELNRVLFDAIEQSLVMSPGERIIRDMY
EGKLVNIVQCLECGAASRREESFLDISVPVKDLVSLQQGLSKFTEMEHLCGDNKFRCSACDRLVEAYKGILLSSLPPIIS
FNLMRFSYDWNKGTRTKETNEYAFPDILDMKPYCTEDTELPEYEYALYSVVLHRGAAHSGHYYAYIRDVYNEGNWSKPAS
PSSSSAAGEKKKAVDVDFLMCNDAATCVHALLRSMEPSQLPVPIQDMTKALCDKTGQSWHKRFKRTNGPVRKFLKHHAAL
FEYDQQRDTVTLTDLGFSTDVCDVSIPDIAADQAAADSACWFEANDEIISAIPHAAIKKAFAGRDSAYMLFYARRDLIAA
AAETSPPTPPQSLRALIDAENEELAQQREKYEFASNQRTLSLCSLDALDYSNHIFTFKQNQDEACVTITFDRRQPLSALI
AAAREALPAARGTTFTTLQPLDDGSFYLTNDVFVTDEASSLVDASFPSGPVLFWDGTVDGKKIKYGETVVPVRLKITHFG
RNRSEDSKFTMTFLRSTSLRAVRRALADHLALPQEYLMIHRLDASSADDEDKPDFLAEDRDNNTLFELSIRYSAELSVEL
GGRGDAPMAEQTFAHKQAVVPLLLKPSPQSRDGVTVDFERTATLRAVHKKLVALFGGSVKETRMRWSSIDDMLSKCPRLI
VSENQPLKSAGLKPDDAVIIEDGSLAFADSQFVLRLKLGPKALSKAASHFKKEAKSSDVPLQHRVWEMFVSKSESVEMLH
NMALSVMSLEGKDWHLCQANWCGEIGEPLNDLKARLDKTTLTHNSTLFLEHGAINGKGMITVEVWLNLDGIAVDDHLNNI
LSSSTQQQQANETHKQGAEDQQQTAGVGNDKATEAQAGDDAGADTTPSDEAQEPDESEEEKRIWCDPNLRRVSTVRVEAT
ATLQQLKDEMMKLAAVQHVIPAPDYMRLREKVGYRQGRVLRNNASTLKKHKLFNNAAVCITHLPQGETLTDSDILFKVCL
RDPTTRKTNPPQELAFNAQPPTFAAFKAWLSSETGVPVESLVAAKHLVSKGEWTVLRQQQQQQQQSNKNKSKKKKKNKPP
KDNIRHAPLRLRDGDVIAVKDSALDPDNTDNFATPYDARVQAAFEASIASKRSERQQRQANNPEWYGSKGGDRKEVGISI
QVPDFASLSVGDAKSADKEGTGGGGGSSNGDDDDADADKAEEQ*                                    
>Sros_PTSG_00869                                                                
MADTMAKMERIIDEKKNREEEEEEDEDDDDLQVVSIVRAQRSRPPPPRNDNASAPPPSLAKAINSISITKQDILRAFKLE
DPSKGPQRLVALGQQPWISGKRRKAAMKALAESDTRDHRPENTPAGLINLGATCYVNSCLQLLFHTLPLRRAVFAWPQPQ
YATAGELSMAQLVLKQLQEVFAKMQNTNRSYVSPKQLIDTLGLPHHEHQDMTEFQNLLWGLLQPELSSHEHLPGVYEFLQ
DFGAEGTTSRTTMCLKCKRRSKLDDTFCEIPVHLQEEGQDDEVETVAVESGDDDDDDDEDDAAASGGDDGPATGGVESGR
GKRGGRRSSRGRGRGRGRGGGRGGRGKKAADKKSSGRKKVTKDEDDTDSSDDDQLAKRAKHTSARGRQHTRGGRGGGDDD
GDHSDSDSDSDWALETARDRKGSRKRKKKTTTKKSTAAAAAARGKRADATTTAKKKPNAAKRSGAGTPQPTAKKTKQGAI
TIDSAIKKYLLMERLTGDNKYKCDDCGPQEGEITHALENVPDRLNFQVMRFLVNWNTGQRRKLTQVVEFPEVLDMRPYLA
SPTNDDVFELRACVLHRGVSVHSGHYIMQARAPGNGDDWFTFDDDDVQPVSVIDGQLALGLDTTSAVFQPSKAPKADTTG
NFASRSVYYLSYMRKSLADRVRKMALPSLPPVLDAIVVADNADLAKETADKTRQYEADKRYIVNACTAVEEFAKLTTAAG
SDEEEEEQNGDDNDGRPDGSGAAASDEGTRSTSTSTVNSSNSSSEGKKGEVDTATSDNTAAVSARAMRTVVRRRIRDDDE
DNSGGDNDDDGDDDDDDDDDGEEHDGHGGGGGGNSGQSHTRRQLVQDDDDEEEEDDDDDGSNSMSACKDAEKENEGEQEE
EEEEEEGRLEWVPKAFVMKLFKQTLQPPSNVVEEVPEKKKPVALDLTPFLCEHHLIPPTSVDKLKLVPARGVDVVAQAFP



NLIVRRLQTDCHLDACCQFCLQRQLAEETRKTNHRPATLKLRRFNQQTTALRPRDDDVLVTAKELSDFASRRNPPKLDAV
FNKNARCQHGKLAFELDAFRRIPRTLWDAITSCYQSAQEVAVTEDVCEKCVRDLQDHKQRQLESSEAAKMEAKGPLNVLR
GRTPRKPLETLIVGKGDEAPAEKLFILPNKFLQQWRKWVQSPRSKPRPTNVDFSGICCAGHKRLLYDITSDLSGSGLEPV
TATGRPVDPPDSFIFVTEDVWNAVTSIYDPEHTIECTFSPPDNSFHASLPTCTECRRARINTEVALSFDTTRHSDIGTAV
ASCMSPRLHGQLLIERNDAYDASASATGSSEDAGKPADDTDDSTAPRKRSTRSTRNPRGLPSVRTSSDMTLMQLMTTILE
KVGIIPSDQHLYLDGRELVGRSNTLGELRVPQKATLILKADTAPPKAEPRAPEKGFSGTALVGHSIVGSSKTPENVIVIS
AEESRSPDKAAATQEGDDGEGTREDHGSSREESDDDSHIGGSVFQALQQPPDGVALQPARTGVVWRGPSVAGGEAPLNGT
GTDDGARRKKKTLGVRRTQPETATTRVHTQFRPVV*                                            
>Sros_PTSG_02566                                                                
MGGKSSRLVTVEQAKELLGPEQEQHIRDAWTQLRGSTSQTLDANSAIRLLFPYMPRVFQERFFKALGGTNRGIAFKDALC
GLAVLLTTHIDLRARFIFQVYDTMDVGVLTAASFRRTALTSDPELPRPFRDYFATKSPELPFSEFLAIAKLYPDCCSLIA
WIFRTEQQPHPHIPTYHETLTTISTFMWAMYRPRVKVRSSTARRTTTSSDDEDGDGATPRSPRLSSTAATTPMSAATPHS
ASTTTTTASTRFSYSDRDETMTTATTSSSSGSTSTDTLNDDDEGGGGGGEEEGEEQQDHMGAGALAVLLRDAHALHATAT
APQKPAVTLLTDVAQLAFESARASRLASVQTLDGEEGATPTPTPTPTPAASTSESSSSLAVVSEGGGDDVEEEDVFEDDN
TGGDADGNKRGGETTGNSRRASATAIRKSTSSRPRRTTTRGSDGGGDGMTDDELHTFTAKAEQILSEHASGGPLVGFTAR
EFVAWWPVAECARAMRAALEELLHLVFLATPQSPELEGRLIHRRLQRDRLLGFPAIAGATCYLVNASWFHAWRARVGISR
DLQHLHSPRLDLPPCKEINNDALCVPGNLRRGASTRLRPHLTQGVDYVLVSEPVWTALSHWHGGGPTLQRPVCRMQDGTV
QPDIYPLVLRVMQHQGPGLKASILRFFGGSDPAETKAPQIAFGFAIDAFRTTTCKRLLKSVCHMLGTVPNGVRGVTPDQA
RLWDYRSPRKPTLLTNDDATLLDLHFGNNDEILLELRNTDLSWPSEILAVAKANQHAAGGETLVDVAMDTEGGAPSVAAA
TASPSSATTRRQRRASSNRNHHHHHHHHDAQTGRSSDSTSGSGRLRKKGRTEAAAASSSSPASSSPSRGRGDDDTDSSSS
SEKEVVVHGRAGLSNLGNTCFLNSAVQCLVHTRPLTEYFLRRQHVLELNKANPLGHQGVIASEYGRLVSRLWNGKGCVAP
VKLRSAVQKFAPHFAGYQQHDSQEFLSFLLDGLHEDLNRVMKKPYVERKDSNGRPDRVVAREAWEGHLLRNRSVIVDMFQ
GLLKSRLRCQTCKTTSVAFDPYSFLSLPLPTEGRSVVEIKLHRLSGKAPRLYSIALKTEETYRTIREALGKLAGLHPMAI
VFVDAANSRIQRVLSVSEKHRPSMGMYLTAYEIDVRATQVAVRQQQQQQQEEEQQQQQQQQRGQGGLGATAVEKVPRVDD
DGDDGDDDDDDDDNEQGNGNGGVGGDGVGGDGVGGDGVGSDGVGSDGVGGDGVGGDGVGGDGDVATVNAGQHTPAATNGG
TGTNSPGQQQQQLKQQQQQQQQQQQQQQQQQQQQQQPAPPLPPPQRVVPGHFTLAMRRQYGLRPHLLVQQHTTQLFGPPL
LLPFINGRTRYIDLYSTAWRLVARFFHKAFKATVKQGTFPFRLRVVARSAPAWCYSCSWVKRCEGCVLPQTTDLVAIPNA
AMLVLECTPEDFHLYFRRHEEYALTFHASVEQERRAAQKPVTLDDCFKAFTREEKLDEEWYCSTCKGRTDSRVRRMALER
HWDSL*                                                                          
>Sros_PTSG_02752                                                                
MLRRKDAAAAKASSIQVPEPSGLANLGNTCFLNTVLQGLASLRDTTEPLDKLLATDRAIRVIVPTSRAVYKSKEVAMKAI
EVIVQNDSPSPISHALLHVLRDLQSPKPIIVQPRGLFNSISQKAPQFRGYRQQDAQELLRVLLDCVEQEELQRVQRAIFE
RFEVEHDDKDFPDVLKDVDPALAERLRVYSRSAETFVQRMFGGRFGSTIVCQHCKTVSRTSEPFLDVALSITDTTRAPST
LSLPRTSRRGRSPTGVAINKGLTTLPRSDSSSCGGAGVDGDGCAIPTTGPDGKPLTKKQRKKLEREAKKRQKQLRKQGRG
KKGKRNKHQVPPGTKEAAAAAANATDKQRDSNSDGDGDGDGDDKKKVANDDTKACTQEGGDDDGCATNGDDTTRDDAATM
TDDDGEVSGRTSQLSQQLQDALTLDSHSGGNGADGDGDDAASRTTATCEDDRGKEVEVDAVWETGLVGGHTQAPMQAAGI
LSPNSNRAARSPRRPRSMLQSIGEENVGEEDGGGSEQHAVDMNGHHPNGSDVLDGKQALAGMMRGDGKGVRARDTDTGTT
SPAVCIIDVDEMLEESCPPTQPSSRQPPDATAASNASATTAGHGTVTSFSVQPNAAATTTTTTTTTTTTTTAPAVKTTAH
TAGRSATAAPMPSTATTAPSPAPLSSAPMSTSSLPTLNGHHHQHHHQHSQYHAIRGHSMRAGSRTHSRTASLLSDVSIED
LHAVPDVKVPLEDRTVAPMYEPAPGESSVQAFLAAFCKEERLAGHNRFACEECARREKEEEDQRQKEEQRAAETQATGRA
HNAGATTTTTTTEDEATNHHHHHSNSSSPSVGSGGSRTDADASDSKTGNNNSGGGDGTDDANASTATTNVSTATINGHTD
RNQQHNANNNNNSSSSSTTTTTTTTTTTATATKANTTTTTNTSGSRAHRTLQEATKRYLIEKPPEVLTIQLKRFESAGRR
LQKTDKFVSFPLVLDLAPFCTSNCAVTVYSDGAGIRYELMTVVVHQGGMRGGHYIAYVKRGGVDNHRWFVCSDRSVRAVS
SKEVFSAQAYLLFYQRLY*                                                             
>Sros_PTSG_03464                                                                
MTHVPRVCIRSPGDHTAPNTCLACLLSDFFSEMYTGNRQQLAPTNMLYAVWKHLRQLAGYAQHDCHEFFIALLDRLHRHL
RPPDEPMHLLSKQPSVVRSVFTGLMQSDVICRRCDNVSSTHEPFYDISLGIRPSTHDSPTSLVSLRGCLARYTSPEDLGS
DARVFCPRCQARQLAQKRLMIAQPPKTLTFHLKRFEHIPRLQKITTFVEFPTSIDMRPYLVQSGGGAHTAAMAHSAHAPI
MYSLYCVVVHIGKIESGHYICYIRLNHPHEQWVCCDDDTLTPVTAAEVLSKPAYMLLYMKDEL*                
>Sros_PTSG_03791                                                                
MDLSNNPTEPPEMEDTTQNWDSNAMDQENESQDDPVSSPSTGLLGTPPGKNPAQPTFEQEELKTHFDTVLHKGSKDFVIR
NFTSYKFHTSATMPNEEHLILGDTEWTLLVFPAGDKSPNELSVYAELVKGPEDSHKVFANILFTAVGSKPEYRVSKCITH
CFSDVNTNYGYPRFVTHPMLRDYGFIKDDTVTVRLDIEVLAGYDFNLFGAQAVHDTKKTTGMVGLANQGATCYMNSLLQA
LYHTPALRRAVYTMPTANDSADTGVALALQRVFYRLQTQDHEVSTTELTKSFGWDTRDAFMQHDVQEFSRVLMDNLEEKM
KGTPVEETVKKLFAGRMKSYVRCINVDFESSREEDFYDIQLNVKDIASLQDSFKDYVNVETLEGDNQYRAEGHGLQDAKK
GVIFQSFPPVLHLQLKRFAYSFLYDDYHKINDRFEFPPHIDLSDFLEDPSSSPAKFTLQAVLVHSGTTYGGHYTAFISPE
ADGRWYHFDDELVYRTPANKAIEDNFGSAAGAYHRGGGNAYMLVYVRDDVKDEVLKPMADDEIPPALRDRFEGEEAERRR
LEEERLFNREKIKFKIYPDELFDAHADVDLIRVAPGVGEIERIHESYTPRALLEEKAEQMNVRVDRLRLWLMRSIGRQGM
RVIGRLSDEECELSWQQLLFKYDMKLTKDRGFTRLYVEYYSETDEQRQHELCSAMDVGADDQQPAVEGAPTTDDDKDKDK
DKGEASSEETPKTQDKNAQGAEAGRMRGLLPDDSHASDDEDSDEYVPKSDILVFVKHFDIYKGRLRHLKRLHICSATTMQ
QIVDACRPLAGVSPDRECLLFLEEFFDSETPQATRIPLLAPEKTAADYRLDHGALLIFQAKPLDTEEYKYPYAEDWFHKR
CDEYVVKVAQGRTGAGQHQVMTLNAMLTYQELQEKIAAEFELEHPSHIRLYRRHDQHYGTPISSTTTATLDSMCTGSGKL



KFLNFVVLDKPVQEKEQEVNVTCEWFSPTDRKTDRVTKTVNRDLPVADIVAEIAREKEVPEEDMQWIRSAGIAHSEFVDL
DRDTTAGELSHRRLMLRVELIPEDQRNMDDATTLLEIRHFWHYPASSHGDPFYFAVHDDELVKDFCQRVKTYLHISDKEF
EQWKPHLCAGHIATPLDEDEKLQPKRMMHDQWLAFEHVDKTRVPRYGEAAVKIHN*                        
>Sros_PTSG_04426                                                                
MKCESFEQLRDKAEQSIDKLFDDKGVARFFAHAQKLAELGKKEKDDEMALFHFYRAIYLLTRIQQSKTYKAKKDALGPQM
AKAMPVFDMAASNVERLKKIVKDKYAQEAEKRARARAKQEQPNMSAEEEAFLDMFPSVPDEHIVDGVSTGRLSHSHDEIH
QWVHGRPMDTTAPDADTVASNDVFSDGAALPPAPPPASQSPSTPPTTSPSSILQPTHSHPTTPASNPPLHPMQPTPSSAP
TAPSASTANAASGQGGDSNFLVDLGWPPSSSTQPPPPQQPSPSSSSSAATGAHQPLISLDNGGDAGDGGASAPEHRPQPP
ASSQSPASPLHSPAASTTLIPLSPTADQATTAAVTDGSAASDMLDATTTNGGGRDGSGSGSAGALFVSPEEFHAIMNTCL
VVDLRSHSRFRMAAISPLLTSVDCVNIPGEDMREGMSADDVRSLVRNHGSVRAFDRRNSYKRIVLVTEGDEDSRRTDTGP
IKWFTDALVHYGGAEELTVPMCVLKGGYREHYHMYPSDCSGAPLDTVRQSPRTRNPVSFDVPSIPEPKAKQRPKPTTAAS
AAATAAVTASRGAQQSLPSAHTHGDLSRNVGAAAVDDTTRAGNGDEDVLESPYRLHRQVLQAHQEEEERRERKRREEEEE
RRRRMQAEEEERKMRKQREQEEEEEERRRRRRKQAAEEERIRKQQQQMEEAERKRRMMMEEEEVEDRRRRAGVLPGTSDG
DAVRPGLPARSLSSTAAVAWPQTPAQQQLPALPSASPPPLARTVGAEGVPAAGPLPPAPHAPPAPHVARMAASEGAVRDV
GAEGVDDSSAGKRKPTRPPPAPPAGRVLTKPSTPQQPQRVDKNKGGGDGGHARVQPDALPALRPAARAIEQDDVNCDDGG
TSGSGGDDHAPSSPPSSSSPLPPPYSDAVTAKYDLPARDVGAVGLDHAGGDGTTVTPSAPSTLRSTAPAPQTAGSHPTHA
TTTQQQQKQERAALEAKAKLRMENGKVVYPPKVPDAPKPVVDATPPRTVGASGMDTSDSSGSGGHSSNSDHSRSSSDGGA
PSLRAGRRGRVKPYTAISAVQASRNANKPPARAPPTPPVVHVSTTGPHSSRSSSSTSSVSSGDSANGVNDASTDGDSHRD
RYLRSFQNRTNNAHSNSNGSRNGSGGRVAPPNKPPPKPLSYAPPHARARARARTTDDLPRRSAATLDNGSMTAGGGVRKP
LVDRSTKPRAALSVGRCRPELTVPRMQSMRLIQSSYPISTGLKNLGNTCYMNAVLQCLAHTKQLATYFVQKRYRNHLNRR
SKFGCKGEVAEELAELLTVLTSRQYRHLSPSMFKEVFASYCPQFAGYDQQDCQEFASMLLDKLHEDLNRVVAKPPAKDLD
LSGMDAVRAGNEAWKQCIARDNSIITDLFQGQFRSVTRCNTCRYESATYSPFTSLSLPVPPHGRYSLHHCIRLFSRQENM
TGNNQWKCPKCKAYRDAIKFMGIWRLPRCLLIHLKRFYFNGPFRDKINTMIDFPQNLQLGKDDVMSFSRPEQRENYSLYA
VANHYGTLTGGHYIAFAKHAGRWEKYDDSVVSPMAPQQVVTPAAYVLFYSSLDL*                         
>Sros_PTSG_04704                                                                
MSSRKVKKEEEEAPDVADATDTDLPPTKKARIGQQSAGEEESSKRVPKKEEEVDDDGDEDEEAFGRRARRARRQDGTDDR
SRRCPYLDTINRNMLDFDFEKLCSVTMSNQNVYACLVCGKYYQGRGPGTHAYTHSLEEGHHVFINLHTLKFYCLPDNYEV
IDSALDDIKFVLYPVYSKDYIAKMDEIGKYSRALDGTRYLPGVVGLNNIKANDYVNVVVQTLNRVAPFRNFFLDTTNTRR
IRDRLVQTMGDLIRKVNNPKAFKGHVSPHEFLQAITTSSKKQFRITEQSDPIRLLSWLLNTLDAKLSKHGHTVISDTFKG
KMLVTSRKLPPTQDMQEVANIRIDPNAEEYKPKTTEIEYMFLGLDLPPAPLFHDELQQNVIPQVALFELLNKFDGVSSHE
YKTYKDTVMKTFRLKTLPKYLIMHIKRFTKNTFFVEKNPTIVNFPVKNVDLSDYIAEEDKESGDSYQFDLLANIVHDGLP
GPGKGTYRAHVHHKGSKKWFEIQDLHVVDMLPEMITLSESYIQVWERSPTPVEAPVKAMDMMKEEEVAGQAPASSTA*  
>Sros_PTSG_05535                                                                
MTARRARSERAAKQRAKVKLSSASTGQAASQSQRHSNTAAARKSANSSSSSARNTPSNSRPVSPNKKRTARSASATSQKP
ATAATATTKERAGKSRNKAAAAASSATATDGGLRRTRRGIGGAAATISKRGQQHRPPVPASEFGVINCPHITSTKYPILP
PKTVEAIVNPRNWMCDVCGTTDGVWACLHCPSFACGRQQSKHALDHHHKTGHALVIDICSQYVHCYACEDWVVADDSFED
LAHLRERLSTIQNHAAPPSVTRSGRVIRAASPTEDTPIELRQVERLDRMDTALRRWRNSMLLSAFLAWRAFVLARKDSGP
PSVGSNSGDDELTRGVEGEDEEGDDDDDEGEDQEEEATEEERDDQDEGAKGSGEEREERLRSQRQRRLVDGSTRDEQQQQ
QRQEGTGHGDGGEEGGEEGGEDEEHEEMPWARESVPSSHACADENVFVGLGMARRAAGDEDHGAAQKRRKGGAANSTPTQ
RTVPRVRTRSPLKRRNSTLQAAVAQLLSHPRRKKGAETTAKNLAALRRMKMVVEPGMSGLRNLGQTCYMNAVLQVLSHIA
IYRLSLYDLGKRGLLLLLDNKMASRRASNAGSGSDDNPGAHHHQHQQQQQQQQQQQNEQHQQQQHEQQRSNNADSLSIAA
SSLSNADAAATNGTPTSQSSSSSSSSSQAQSLPHAPPPPLSTDATAVKEEDDGGSGGGGHGQAADGAVRVRGGSEADSTA
ISPNARIGSSTNAAAPPPSATTATTTTTTTAAAAATSSSSSGGRRAVSSSSSASQSQSQSPSPTRSPGAQRAFFERRMGA
LSRQSTTECFTYLETPLPGMTSYLRSRTRARSQLPASAAAMRVTHLLESLFRVLWSGKWAVLTPAAILGYVWRIAPAFRG
YRQQDAQELLLLLEDAVLSDLASVEKRLKHVAPPPASLFILRSALQGQLQTTVQCTTCGRESTTQQPFAYLPIDVPADCA
GGRSGRRPFELGPLLSRFFAAERLDGVYKCDACSPVPTQPSKRAKRSIARAKRQAGGSTGSVGGDGGDGREGEEVGDATA
AGTGAQQQQQQQQQRARGRRASDVSGDVKRPRRRHSRASTRLSTTDDGDGDGDGDGDGGRSKNNNSSNSSSNGNTGSGVG
REQSAPSQAHFQALSQPSSSSLSLSSSSPSMPSSSSSLSYVLRSAIKSTAVSTLPSVLKIHLKRFCWEGTQRCKLQHHVA
CPLTLDMESYCAPGCVVDADGRFGETVYDLAAVITHEGRDLNAGHYKCYCNLRGSAQHSDRWILANDARVRIVSVDEVLS
AQVYVAFYVHRAVTDYVSDFLHVYPDTPLVPHH*                                              
>Sros_PTSG_05545                                                                
MLHEEPQGKTSAGPAAINCIVRDETTGTKHTFTSSATTTQKDFCDAVAAQCGYKPETFKVVFEQRDGTEVEVDCYCTSAM
SKLSVDEHLTNKFFLRELDSGPPEPTGDQPVPATGSSQGGHKRAAATSVDVIGGGELKAIRTRANSDSDDDSDTDQAASS
TRFVGLANQGATCYLNSLLQSLYMTPEFRNAIYKWESAASEELSIPAELQKLFLRLQTSKQRSVETTDITKSFGWEGNEA
FQQHDVQELLRVLFDALEEEWQDTPLATTIKDLYEGEIHDYVSCTECGYESARTDKFMDVPLVIKPFGSEKIMTSVEEAM
HKFVEVERMEGDNQYHCERCDKKVDALKGLKFKKFPYLLTLQLKRFDFDYTTLRRIKLNSRFEFPTELDVSEFMPGAQSS
QQEQQLQEQQQEEQQEQQEQQPQEQQPQEQQEQQEEEQNGGNDTNTAPGSAASASTTTAATAAAAAGASDAPVNGDSEME
HEDDNNSGGDDDDDDGDTGDGDIRHDDKNHATLSSSPLTFEKLKKEKEAKRAAAVARGCVYELFSIMIHRGSALGGHYYA
YIKSLDDGLWRCFNDSSVTVIKEKDIEDAFGGSQAAYGWSSTSGYMLMYRRIDPQRNQSFSTYDDLPQQLKNLSQQIEQQ
ENQQREDQLRQERTIRFMVWNDAAEKQTVTIERTEPLSSLLNLTLEAFGIDEASKSEYRLCRYDIHRKRFLTALTDLDKP
LQEMGYTNNWSTFSIGLQRANSDGTFDEYDPNALMLLLRHFDQEKKEFAPPVRVKVRMTSTLDDLLEEAVKIVGGDKDQL
TLIKSDYTTRTLRPGSLSQLNFLAGGETIFSTFEDFSDEAGKMLDSDTGKELDRRRNEIPVNIVLDEDIVKGGATHSVHV



DKRMSLYDFKEKYVQPLLDGLSTDDFLVFRKRVYSGTEHVTELTRLKDSLDTNYIDTYPDVLIRRGKALKPGQVKTSIYL
FDSEQEEAPELFEEFPATSKGDMADFAKSVADAVRAKKESDPEWTFKDLSDDPERYRIWDATAYMRPLKVLRKTMQLPIL
YAGKSFLVQVLDKPDTALDIDHKVVFARRFTPSTMDLGPLEEFVVDRAGGVPALQESVSAASGIPAENLEFASTHIFPFK
SDPFSLRDMRWLVPTGLYQLSCSTDGSGFYYRDKTDKMKELTEEEEEQLKRKYAQKQNKVRTWHHKEVGIVIKRKNKRTP
SSSSKAESGDGDNSSDNGGDEQSSASAGVSMASSHKDSTSANGDGGEQQQCAEVAVNGTAVPVVEDTGEESDKTDDDQVF
EDGDGTNGDDAAEDGSATSHGAAEVDAEPSQHLQQ*                                            
>Sros_PTSG_06528                                                                
MPLKGDLCKRLLKFNAFTYADPLPANALPFMHVSGSVPKPSSTSSASSSRRPPGSTELASLHLDPTPRALTTPAGLRNLG
NTCYLNSVMQVLYSLSDFRQRLKQIRPQVSLAKTPILYHACQLFHELETFPKSFIVPTRFVEAVRPEWFQPGQQQDSAEF
LQYFLDRMHTELESISPSSPSPSHCSSCQSLRSEDPKRAKWSMSDDEQTQHTSTTTSRPNAASGDDDDVNGDGDGDGDGD
GDGDGDGDGDGDGDGDGDGDGGRAASAMSTSPSPPLTAADSVSSPAMDERDDDDDDGDDDDDEDGGGGRDGGGGAGGNDT
SRDGEDDDVGFDTSALSLQLNGTKSGGGAAVSPAKRRRQRRRGGDGDGDGDGDGDGDGDEESGGDGEEGQNNDGSNSHSN
NGITNNHSNGQPSDDSTPSAIANTNDPTTPTPTSPASPTSTPPPSLSSSSSSATPLSLLTGKLLTATTCTVCGSVSTRPD
HFFLLQLGLPNQQAAMSMADLLRYYFQEETLEGDNKYMCDRCKQEQVATVATSLKSSPQYLLLTINRFCYDQRTHTRRKV
TTPVRLTRRLDVPHTAEDGMTEVTSSYRLQAVVIHSGPTAYSGHYYAYARMGDDWFSLNDSYVQRMQESAIESRLVGSNC
PYIVVYEREANPTA*                                                                 
>Sros_PTSG_06718                                                                
MGFEAVRVPDASTRIYKDECVLTFKTSESEGGLFVCMKTFLGFARMCLDAYFAKTMNDVFLRIKTTKVKKPAEEEDEADA
AKKPTKMAIGVEGGFDVDDADKYEFHHEYAVVTLPDMKEYPLDSPELPDNVKASAAAIVAFDSAQFKDETAAWEEQRQVS
KHAADLAQLDNGIKVPPGNYKCEKCDITDNLWLNLTDGSILCGRRFFDGSGGNNHAVDHFNETGYPLAVKLGTITPEGAD
VYSYAEDDMVIDPQLDKHLAHFGINILEQKKTAKTMTELEIEANERLQFEFDAIQESGVTLEPAYGPGHTGMKNLGNSCY
MNTVLQVLFSLEEVAATYGTSALDRFLAKNVDNPVTDLNIQLHKVGYGLVSGDYSSPPAEEEDAPGITPRMFKDVANSGH
AEFSSGRQQDAMEYWAYLMDKLQKDARKEKELDVSTLFSFDVEELVRCNASNKVRLSAHQEGHLAVPVTMELMTNKDEYD
AYKARTATAGDAAKDEPVVRPAFDLSALIEASFQPQQVEDWYSPAIQAKTSCTQTQGFKTFPKYLVVAVNKFYLGDDWTP
KKLDMSLHVPDELDVTHLRSKGKQEGDEDLPEEPAEQQQQQQVQLDEGMVTQLASMGFPLEGCKKAVFHNPQNYFTSESP
PSHGLFCRELVEGSNSYAGPPATGMHGTA*                                                  
>Sros_PTSG_07000                                                                
MSMRTIVDGLCARCYKAAESRCGKCKTRCYCSTACQKKDWMLGHKFSCCTDPHPPVAKHPQQPSGVLNDPSVIAGSVDVR
PLPTTLGLANVGNTCYINAVLQCINATTIFQRALASLPNKDEEGTLVHKMLALMGELSGSDAEADQAAPAAVNPVHVVQH
LLTLSSDFVFGRQEDSHELYQTLLRGLAKDMTPAGHHLPVCDQETTFVHQLFGGTIASQLMCPKCQYTSTSYESCLDLQL
EIKEEITDTLEEMLEAFTCPEKLAADNKWKCESCNSHVRALKQLSVYKAPNILCIQLKRFRLGVFGKVNKHIAFPHQLNL
KNFMTPGTRDTDGLEYDLYAILIHLDMYNLTSFGHYVALIKGSDGVWRLYDDSKVQEVERNVIPNVNPYMLFYKRRHPNL
PLRLPLLQFEKSTTTSSPAAPPAGMCVAGCGFFGSPATHGYCSKCFKDKYGDSPPPPPADAATQRTGEASDADDDNDGDE
AGKVDDVGATAETPTQAEPTQQKTQTTNDTRESEASPTKEEKEKDKDTTLVEQQQQQQQKQKQQQQRGTGEPRPKTKQQP
QQQKQQKKAGGNGTARKSSSSSSSSAKAPAAKRIGRNDPCPCGSGRKYKKCHGK*                         
>Sros_PTSG_07179                                                                
MPSHHGVDPPQHQDEHQQHRDPFHITNPFLSSSSTRHRSGPATRPMQPPAQASPFPSLASSSSATTAPPTPAPATPAAMS
TGPSPSPHAVEGRSASAPGSRPSSTLSRTPSREPLTIVNTSADTRWQPQPRPCRPRGRPSHNADATAAATDATADSTADG
ANSTRGSGDGARGDGAHNGVRAPRFRRSAGGVENTDPDLWGILLEQQQQQQHRRRRRTASVGGGGDAGDVFSFDTSAAPS
SSSLVSTARSASALSMVPPASTATSTTSAVPPSSWPQQQQPQQHNVASSSSSSAAAALSSSSSSSSSSSSSSAALSSSSS
SSTVSTSGRGWKLSFPRGLRGGGGGPPRSPPRSRARLSTSAARGGDDVRANTTQTAATAATTANGGRKRRSKKSGDVGDP
ILLMDDCDDENDDSRENNNGHIGGSSDNDGARGDSSGDSGPSDTGRVISIDDAGGDGSGDVVEIVDSSGSAPSTQLTDST
DSNESRADKENIAARAARMAMEEEEEAEEEEEEEEEEEEEAIPAAIPITSFMCSSLDEYKFSRGNRTAKGSSASSSQLRR
SGIIEPSSSSSASSSSAAAAATTTAAAVPSSSSSSSSSRGPAPKKPKQQSLMSGFRRPAHTSSSSSSSSSSSNSSSSNSS
SSNRAGGSTLGTESVWDVMTQSSPQRDARRRNAEDGRRKREGHGGSPLIRATESARSQLEAMDELDALGMARGRRALRER
EGDMQTTSSSSSSSSSSSSSSRHRHVDDVEHKQRSRGMGIVDQVRQRSSNSSSINSSSNSTTQMVPTRVAPLSSGKDTSR
RVLFSATKRKKKAAHDQPQSSSSSSSSSSSSSWPSWSRKQQGKGGKGDMGASTLGLSLESLKPLASFCGIRNLGNTCYLA
STLQALRFVDTFRTCLTQCTTKPVPGCGEAAIKRESTFLAELIDLLDRMEFLEQQEQTISPITAIEQLHVSPSSVKRQLG
VSNASFDNVYQHDAQEFLLFLLDELERAQKAAIASAAVTAAPCVQQMLSGVISETTRCCTCERVVRHETMSTVLTLHFPE
SQVTTATTTTTDWRMQDHRTFSVMTLLDHHFREERLDGENKRHCSDCGGNQEATCVTRLKRPPRVLMLHINRCTRPGFKI
KAPVHAPPVMRLKPLWLDASTPPRSYRLASVVFHTGSSAASGHYFAVARNPALEGKLPRKKALSPPPLPASTLHRATTAA
ATPMPRISALSARQPSATAPPPSPPPPTRRSSSSSFVSPPRMAASAKPDASSPLSKLEQSRPQPVATTASSSAAATAASA
AAATAASSTASGAALTGSSSRGRRDGGANPFTTQRSTATSKLRAAGLGSAHGGVGSAAKPATAAATNKSSNKNSSSSSSS
KGHRDAGGSIVVGDSPLKRAKRSQVSNPHTRMRLSLDASPPKQQSAFSRKPIGDLLSSRMRGATSKNIVLSNNPLGRPLG
ALGRTTTPSSSSSSSPLASSRVSSNKENQRGGDGLTSSSSSSSRKGRGFGLKGGWDLRLRGGGYSKLLPSSSSSPSKRAN
DTGKNSANADGGDSGDGDVTPQPAPVHASQRRWLQLNDSEVTYLSQPEFDAMMKKSGTKAEAYLIFYEAIDE*       
>Sros_PTSG_08799                                                                
MARGKRSSGGGSKGHNSKKQQTKGKAKTNQQKQQQKQQQKQQQKQQQEQQKQHHGDDASPKRRAASQDAAVVGSVIAAKM
PRRTRSPGAASAATTAAKPSTTPTTTSLKRACTSQSTRSASESSSSGLGSSVTTNATTVDAHAALFAEGETKHAAARGQQ
HLHTLRSQQPRRAQQAQADNGADGEEGRPAEEGKESYMQHPGQEQCVADNTNQGSSGDRTSLPQQQQQPEFSHGDPDTTQ
RSPHASSAEQSAAAAFTTPASARADGARPVEARMVGLLNHGNTCYMNSAIQALLHCLPIQDFFLTCDGHVQQSQPRGGDR
TTLVQQFRHLVHRIAFAKGAYIAPSEFVRHVRSSNLLFQGYGQQDTVEFLRYALDKLDEELSLPVDESSTLGNTKAKKKS



VISSVFSGTVESRVECLTCHKSSVREESFYDLALQIPQKPQPSSSASPSSSTSSSSSSSSSSSSSSSSSSSSSSSSSAAL
SFNLSEFDALLFPPLRAIFSSLWRVATSWLWAATEELSSWAALQSDTLHQKHIHIKRQPEVLCLTIKRFKYKYGRSIKIN
TRVEFPRVLRLDEFTRGRDDDSGEGDGSNQGGSNNNGHGSEGEGSGKSRSGMHDENHNNDDDGDDQHQRKHQQQQHHQQK
QQQQQQQQGEDRTCDTTQDEHGESSCNDEDSFYELTAVIQHMGSMDYGHYICYARDVDTGEWLKYNDEIVTRVDESTVLG
VQAYVLFYRRRSPCEEQRRIACASQLLQPIASAMHPANTATQYALVSKSWLSRLITTIDPGPITNYDFACHHGAIIPMKA
DPHTLAYKIPLPLFLQLQFKFGGGPLVTTFHICTKCKRHLTSLRARRVSESRAFLALSAPSLLETIDLTAFTAPQQQQQQ
THGESTTAPTAATTDDDVDDDGMASTITTNTTATKSTASDEPASTTSVSSPPPPSSSLPPSSSSAAAAALPPRARRRRFV
VSAIWLREWRKWLKMGDYDFALPPTEVDNKFLLDENTQTLKPSMREKTHFEVVTEQQWHFLHDTYGGGPEIEWSHNDDDD
DDYDHDDVDDEHAIGDAKAFGSGHRDVRDPRTTRRNTVLFGSLRN*                                  
>Sros_PTSG_08851                                                                
MGKNRNKFKHNKHNKHNKHHGPKRDVTAMIDANIRAHDNVWNKRIQFEPAQDLKAATGGLTGTLSVKRPENGSAGASHVH
LRDKDGFVEAKRQLFNQNTLRVTWKKPRPMGAGLGNLGNTCFLNATLQCLAYTPALANFCLSGQYQRTHTPQPGFDAMKL
VELHVHRSLTSPKRTVLPKGIINHLRQINKAFRHYQQQDAHEFFICLLDAMQTALLGDYKNLDLRVQETTVLHHIFGGYL
RSQIQCVRCKHCSNTFESFFDLSIDIKAANSLTRALQQFVTKELLFKTNSYSCSGCKNKVPATKQLTIHRLPNVLCIQLK
RFSFMSHFGSKLRHKVSYPMQLNVHEFLSRSIRSRISRGACRYELYGVLVHLGATLSSGHYIAYVRAANGMWYCADDDDV
RFSKENEVLNQAAYMLFYTRTDNKPPPTAYCPQPKAEVPAKAAAKQKASPADTNQQQQQQQQITKQGQADASKDKPAQAA
AMQGVEQQQQQQQQKKKKAEKPAAGSASSLMDGVAAAVASSDSESEEDGSSSSSSSEEEDVGEELPFAPPQRAVPNGGIA
RSDSTSSTSSSEGFMDRNPTYDPVITTTDERCMWTVQLNPPRPWRPAYRRERWDRYATISGWRVTNDDDDVDDEGRGGDD
NDGELPSKRAKAMVELQQLQAQGGSLDSEDDSDDEEFVPSRRSRMATGADDDDDDDDEDAIGAVSMEELESLFKEQADHA
RQEREHAGVAEDGEGKTKVEKKQAKQAVVAPVATAATAASSDNDDGGEGDVSLPIGSGDIEDHHRAVLDNTVIDILQRVS
KDVRARVLACVNAELYHHLTQATAAVLEALSEDERAALTSSNGGDDDDDDDEFLLELEELPVQLHRSIAAAVSNNVYKML
EELYGSDGAEEDDDEKQGAGSSDEEEEGDGDGASSSGEEGDVAAPDGGHAPGPMQMNGAAAHRSYAADSDSEDDDAANIS
FEDDDEEEDEMHRGEGASDSDSNSDSDSDSEGSDADEAGATTAAQQDVDVVAWNVDRGTTEQIVKSKKKALWDGKRRTAV
DPKQADASEAVTTWDDTHSSALAPLPKPHKSKEERDREAFDEEMDRGRVKKVRGPKQAPTDLKSKFNAMVVAQKEGKAVV
PDKKRQKKRHIKQMKKRNHNRRLASGSHARTPQHEN*                                           
>Sros_PTSG_09002                                                                
MTDSTQEEKVQELAMMGFDAGLARAALVKAHNRMEAAVGFLVDGSSLTPIHEPLPDTGGHTSPPMTVSRSSSPETAHKVR
ARSVNVQTQLSKHIVEQTLAFLELLLKRHSNLAASATAAPLQFLADDVAVALGKQRLFVQLMDIVASSSDAAQLIEAALQ
AWSPKTEAECKIVMQAVRSASGSDNAVPGGVADGHQSWVVIVRAKSKEVREAATRAQRHPLPMFFPTSRTFRQHPPQRVL
APAASRTMHAAQSPFHINPQRQQQQERSHPLHRPHSRVGQHAQLHRLLWLSPHSRQPEPQLRQQHHARHQPCASPRLRPR
LPLHDSSETEEEAAEEEDDSDSSHGSSNARAKHVRQVQPATAAVTRGSSVLTTTVKPALISANITNVNTSVATAAQHPGS
PAPAPPQEHVRSPSSTSGGTNSSDVCGGASGDESAAPATPPTTPSPAAPQCVSSPQAPCPGVVAHAADAPQSPTLPLLSS
SPPAHHSGRRVPSQYSVIKMPMQVPRLFLSTQQRHKSMYRSNTGSRGLGGTTGRRRQHQQQQREDRGRGRRQLRRRRVAF
TPQEDEYIRLGAGQRWLNTSTFSHLWKFLIAEPSCSADLHIYGAWLKENVETEVQPRAQQSVFLNQALQLPVERFTPDIF
DALVSLFLCTNGEHNRIYGSKLESMRVEQSNLLGLSRIWTIALETRDAGVAEKALGVLERVYNDAIFSNMPDSGPHLLFV
IVRQRIASLARRLDAFTEGTRIEDMVPAFAAPAEEDARHSSSPAALQRDQHSLEQHAAADTSGVDIDGARSGNTVSSATT
ANNGNNGDGGGNEPRLARVSVTVEDLDVGHVAVVVEAPQQQQQQPQHHQQQQQRRERAATSDKMTADCARGQASVAMDDG
ADADDEDEDDDELVVETSGVSSAANTGAATTTATAATPSSAAASSHGGGDSGAWYTRPHPKKHAKSSHTLHDDDDDDDND
DDGHVIDDDDEYVGGDGDVDLEAGLSRRQHQRKRRGGISPVDAHGDLAGLSRGTFAPIRQPAPTHVVDDDEVEPFLQDWP
TEHDDDSGNGNGGGAGDHGHHRNRMDSASSADGGATTAGAAGTTMATNTGTIGAASASASTAATATGVSGNKRNSAAAAA
AASTADDLAEQISEEVSVADMSLPMVLQQLERLTFLFRKFLQNDDHSQIRSIRLVRPHRVAARGDEIVFHIKHGGTTASL
RTHTTAPVCILRRQVSHWLNWPYTSVRLTINDRIVNLAKDSKLWCDIGVTGGSRQVRVTKINPNSQSNVSQLPGNDCQGF
TRPLSNNVSIEDELKLVSVYASRDRDFMDVLMYLLVALPKHAQWVVQGDFDEAVYSAATKAQETLDGLLQVLPTNAFFLQ
SLAQAVADDCEDDSNSKLPMLFLHAHRDQHLLAYRVAALRAAITPGIVGTEGAMLSTQALRNRFLEVGGFDVICHLLALA
WQPAPLSPPAEQLCTELLLLILHTLACAFDCTLPELEDLLREKTMLVEDSLDEAVFTNGYTRSPTERAYNAVKHSNELQL
LVQQCGQFVSRMHFSAESAGSLVPLAYRTVALVLCVRPSLLYSLGTPRDVDRFFVQGTLYDPSPLCRLAAARTVCQIAQV
TVEYTTLAVLRVQTQEMQDDEEEQEQEQANKAAADTPNQQRLQQRQQQRRRKRASLAHVPTSTVRDHNIRPDAGTSLLVI
FVRMFLDRSLPLWSPECVKLPKPPQRVFFLDQVFDVLAFLLNTLASVDSMLTLQDKEVLASMPDAPALTTMEMALFRKVA
LAHYETEMHRPSRRVSQRSSSSSSLSSSSSSSSPCSPEKHDAGMANNTNTDNTGNDSGGDGDGRNNPFSDDDTAEAAKQA
HLLDAMSTAVRQGSATLNPNPNTSDGTHAAGGTSSTEHEEGDNGDVDRAGDTAARQFAEEKRASVYSWQQQQEEAAEEDL
KRSMRHRRRRHRRRQQRRRDKGEAACTMMSTTSTGRPSRHSGGRRPRRLRLASHRYSHAGLYEENAASQHEQRAIHGHLK
VMHELMAFRNVDLLSFLRPQQQQQQQQLNGQDQYVHQDDDDAFAPHPQELQQSLQQKGEKEGVLPGTSSTASSAATPAGR
SSSSGGDAAVSRVASEEAVAGAINTFGHGLSRQGSAASDGALPSSAHTPKANGTAHMAAAPTPAARGAGSAQQHKTALLS
PSTAAAATVGGAGSNDSSSCAGASGASQVARMHLESINTGSFLVILLEFYLFPAAVAQAMAEVTGSSEALQQPLCQLDFT
RNLCASFVTRLCSRSGACQEVVVEWLDRFVLSGVKIGATEWKVEPNIEPRTCGVGLANASATCYMNSTFQSLFMQPIVRE
FVLSIDDALETKYRQERLKEAMEEYTQELKKKKQQQEQQQHETVSGDAGAQQEQQQQQQQLPGTRAAALLSDTTATATAA
DTVVAATTTPAPESGNHGEKRQEEKDAGDKVEEEDGAPKPPTLDTVGHSFFHEFQRIFAHLAGSQERSYRPESFWNTFLF
YGEPVNPREQMDVAEFIQNFADQVDSHLRAHDLPPIFEWTIGGVFSDQKRVKECGCMYVREQPFVLLPVAVKNNVTLEEA
LAETIRGETIEDYRCERCDIRGTAIKRMCVQQLPRTLIVHLKRFDFDWSAQETVKFNDKFVFPDELDLYPYTTGGVAARD
AQEQAMAKQQEREERRRQRRAERRQARREEKRRQREERERLRKNKAAEEKKAAEDKVEEMQDARNQVKADGQEGADTQQN
VEDGAHENNGATAVNAGDEQHNQQQQQQQQQQSASDAAMREDTSASATEMEDDDDDDDDDDDVSDSETDGDGSSSRASAA
SSAPLASPPLSSSSPSSSSASSPHSGNCLYELHGVVVHMGNARAGHYYAYARVRETVDTLEQGTAGKWIKFNDSAVSYVE



VTPELKEDQFFGGDDFVVTAYGHSQKNYSAYLLIYERKDVLAQLTEEESVLLLVQKALRETRRKRQQEKRQQQQQQQPDS
QERQQEADDGGGDGVDGGMAVSPECGDESVSSSMRTTPTTTTAATGATMDTTSTTSVATTAITATATTTNDTRGSGADGG
DEEDARLARMERQLRSLIKQRHFSEEVCESRDIVSQLRADNLKFNFQRAAFSKELFSLVRSLVDAGGSVDSSGTSARTLR
LVLHFFFDIYLHLHASTRKIEANLTHSLTFLMRVRPEVQDMVLAYLVEREDILPMFVIGCEEQEVRELVFDVVRAALGSN
TAPPSSSSSSTSITPSPAQAFQRLPHLSSFLLQLTSLVRDKAVHFPSNMSPVLSLLADFVDVSPAHVALCASVQLDVALV
HTLWATAGATSSSGGADRKLTVTQRMDLLRAYDILTAVFLKSDLSSYATLPAGVSFKPEFNIVNAPPLRLSRPLFDVTIA
SDFLFADIITMETIQQDHLSRVLVHACRRNALLSTRVITRLHEAIISCSLDGRRYCSLLADVLSIRDEVSLHRAHFSLHG
TAVEVPFTYPAAAGEQQPTTMLKQFGLESMPLLEFMRMLEGNHAAKLYNLVCVVVKLAVCGPMDVQRYIRTTQQQELEFM
HRWLNKELLAAARETSFGTQTIGTSSSSSSSALTAGGVGAGARTSFGSSTSGSTVRGGQSTSERLHGSQEQYSTLTALKD
LLRDTQQQHQQQHQQQHQQQHQQQHQQESSAPPSEPIVNAVARTHGATAPPQSSAAQTSTSTASTTATATSGVGGGVRKE
TSFPGSVASAPPTDPRLQRKKPQKKEEEEEGTSHHTDHGAVGVDVAVGGGEQQQPQQQSMESSATDKNSFGPHDDGDGEG
GVEMQDLTITGHALTSEQPHKRHHGNDHLVAAQEQRQQQQSAMASVSAATDGGEGGGEEKTAGGEDGDGDGDGADTIIVV
DDDGGDDDDDDDDDDKDKRMDTDEDAENAML*                                                
>Sros_PTSG_09776                                                                
MEFSFGDLSLEETSALKSSAAKTSSAVKFTPVQMPGNAVATSNSSGGGGGGITFKTVPPRKQQQQQQQPKQQQRQQAAPA
AVTTKQPATPQQQPQQRTPVITAPPSAAKTGTPASSQFPGAAPKQRQRQQQRKPSAATSPSPSSSTSSRAASTSSAPQQK
ATKTASTSSDKGADGNGNGNGDGDAAPATSPTEGSAPAAKPKLTKRQQQQQRLRELQRRKKKTGAAPGDATVEPHYAMHG
ILNEGNTCYMNAPLQLLFSLPHVRRVLLGASVPPSTLTYALQSFLREFISTSRLDVLDPRQDVDRILRVAKPLSAAAVYA
GIGSRNPSLFDFSNMQHDAEEVLTFLLSTVHDELLKHCPTFTGLAPGERDASGGARNADDADADAGDDAGDDGWEEVGPK
KTSARLNEVKAKLSAVSRVLQGTFRSTIAYKSGQRSIVLQPFFVLQVDIKPETKRLEEAIDATFSPETIEGVQRSGAPAA
VTARKQLHLERAPPVLLIQLKRYHFDGQQITKLTNHVDFTETLTLKQSWLSVKAQAEQECEYHLHGVVFHIGSLAVQGHY
TCSVRSSCGWLDFNDKKIKRIDPMFVYRPAEREQAYMLAYVRKDALHLLDYR*                           
>Sros_PTSG_10215                                                                
MTMMSVVGVSRSSVGAGVCVGVVVLVAVVAAVVSGDAGAGSGGIEVPELHVENGSVYLDVNADRGVWVRRFNSDGSHNQS
FALTDLTPQLLSVISQQQETIQQLSSAIDQLNSTKVSFHQLEIDLDAVTTNIDFARQAAEMNAANERSTLSTAIASSTST
TVASLSTAVDMALDTKANTREVENNLGDVVEHVTNLEEAVLDLQHTTGNHTDDIEALLECMRRGLVHDDVTGRCVPAFRH
DDCSAHIDPAGMSVDCTNGPIFDSVCTLVCPSGYDGGGKFRCNLTEGWEPYEEGASLCRDVDECSLTPSPCMGTCTNTIG
SFECSCPGGELAPNGRDCTQTTAIPRASHWDNQVYDQNTYMNDIIVTQNGDNAGASYHGRSMGTEIIPIDQHRVLYCLSM
GKSRGTDYVTLQVYGYLTGEGIISTSQIRNARIASSGGFSQHSFGKPEFVPSHAYAILGAVTTFASTRRDHYSVSIGRSF
NPTYNSWDNEPFSTSTDSAAFANYVHLTHNGDASGMDDYYGMSHGSVLFPTLSGGGFKVLNNQGWNGGGTSYFTLQVNGY
VPGGGYSNIKFFDPSDVKRLKFTVTNAPVKHTDITPPDTVPSTAKALITLLYTYQDRSNLEHMVHSFGRSASHRTDPWDN
VVYAANTYLNDILITHEGAPSATWYYGFYHPTQVIPLKENGQFEAYLGMDKSGTQTHYITMFVHYDYKTWSATFAAVKDP
ETMSSSNYYDTRPSLARPINNTSSHTAAAPPTRLYPLHRNTSSHASIHNASTTRGSSSSKTRITAHSGTYLATNTSPLLR
QRSSTTTRTSSPQSHVVGRASALPTGRHQLTSILPSKGAGSRPSYRVPSQASPPSTSSLSSSASRHRLASHTRNAAPPAP
ASTAIKGRPTSPLGRSVSRTTATATASATASTAATLATATAAGGSSNTNTTTASLPSSSSSSIHHQPSLPHHSQQQQQQQ
QQQQHHYDQQQHHDDGGVSAAGPGLNTAPVRGLRNIGNTCYLNSILQCLAHCQPFHAAVASAASPAKDDDACGSSMHCGR
GMTKYSLGTKPTTTAITNSPARVLVKEIKGLLADMWADASRSDAHLSPSSSSSSASPQSQQSRHANAYYNYNNNSSSSSN
NNSMGRRHASQRRTSSFSTAIAPTRIKSHLGRVNPEFAGFRQQDAHEALQYLINALHDDINCPSLLVPQLSAVGRCRGSD
DGDGDDDVDDDGGLGSADDAEGDDDGDVFDGDSNVEHYSMTAPTPSNGEDGSRNNKTQRLALTQPLPAGNTLSRAGAQKA
KRDGRPTSNTRRQAGPRFRVQRWLSGRRERHSAEPHRDPRQHQREPRHPSAPPLATMATAAAASRDDDEVDVGVSIDGDG
APTSPSPPLPPSSTSTMSASASRPRPTTRRKAASTGTGSDTKQGSISRLRAVQRLLPRRSRPTSHSTSAAHAPARTAAAA
AAAGVLASGNKAGAVGGSGGGERKRQRSQSRTPSGGAGASMGITHHSTHHPHRSDGESGRRNAIMPTTQLTTLEQRRAYV
KELRALMEAETRPTAKFRMCQQLADVFDRSSVYDALRGWLRVRRQCLVCNHTEVLFEHFLNLSLPIVANARAQHTYRPVS
RRRVRGDDGNSGGGGVTLPPLHDRPLSYKPSTSSQPSLLDCFAAFTATEELTGDNKIRCERCRCNQPSARSFSLHRLPPI
LIVHLKRFEFIQHRSRKIDSPVHIPFTLDLAPFASESGEGHEYELCAATMHAGSVHGGHYTALCRHPVSKQWFNCNDASI
STIDTPSPSRLQHAYLLFYHRSRSM*                                                      
>Sros_PTSG_10483                                                                
MAVVPQQINLLAHSPRTLPIVAAAFDEASTLYWVVSREGYIASYELPYGLKFSAWHLSVEDEIVDLVPKGSVVCVVRTSA
IDVHQQGSLLLQSISSSMLRNITCATDAPRTLNMFVGTEGGTVVKVDAAQGTVSMQVELDYGAVNCLRCANRFVAAGTRA
GKVVLLDRRLLVEVCVFDAFKGGVESLASAGNILLAIGRDKDGQIDPIVRVYDVKHKHARHPMIQRGPPATHAALVRPQE
ALPSAPPPPPPQVITVNAHHHLVIGGVDGGGGGAVRARVPLNMPHTRCTGVAVAPSGQIICVADSGGSVHVIATTPHPVV
SLAPAMALQLLDRNDLQAHTNIAIDDYSKSLGFMLVQSTALSEWEFETQRFSRPPIPVPEEIQANLRLGHGQVQGQMIGY
APNLLNWRVNQVQYASKFLRRPRGYRHHHGRSTYDDHTRADERNSVVPLQYRKCDIKYTLRGLDGFDFEKYNGTPHCGLE
PDVPNSYCNALLQALYFNAPLRALCVQHHCDKENCVACELGFLFQMMSKIAKTCQATNFLRCVRTSVEAKNLPLLVPNSS
GGGKEDIHSTIRSWLTFIFSQLEDVSVPPAMLTPKDQHRRSSPDTPGDVPSFKEQFCVATTDIVSCLSCKSVSSSQTTAP
VLALHAPEEVTKAVGARMPLTPSKPSGPPPAAAASSSSPSSSPSSSAANAVSPPHGPSAAAAAAAAGRGRRAGKGAKHVR
AGKTSGKNNANDSAAAATAAALGENADLFADVTFDDVMNEALCNTQVLGAHCKKCGRFRKSNVTRRRDVTSTMLCIECPL
TRDADMQMWRAKAPAFKGERTNAHIATPATESESSSSSSSHGNGDGDGSSSDAPISWLPWRLWIRPSHDDDADTDTSSGS
SGKNSQGKSSSNSNSKSKGGKQGDGKAGRRVVGELVTPTTLQHADAQLLHHQQQQQQQQQEDADGRVLYELVGAVFHIKD
EFGNQHSVSVVKTLYQEGAVYGWRVPSPPHPSPFIRHATPYTTLRRPLRASMPRGGGTVGRGGIRGGAPGMIMRARHPQS
LPQLGVGVPTTATQPSPSLSSTTAASSAMAHHQQHVSGAPPPMPHGTFRPPLRMQPPPPAQQLQQLQQQQQQQMRSESNG
NSAGGAGMMGRSSSMPAAMNIPYYVAPHHQHQPHQHQHQHQQYHPYDASQYQMQQPSSHGRPPMRPRGGPN*        



>Sros_PTSG_11458                                                                
MKQSTNTFSSKTAPTSMPKVCCIIGAGFQNVLSFGGKHHKAEPHQEASSQRGNTTVMFSGTETYLIGPSGSGKTAILRGV
VLALEAILNPELCVDETERLLATRNNSYGYIILVLCPQSDASKHIKETLSAEEKNRCLQEERILKDRGFVVLHGERIRVG
WAELLKLQNGTLFRLKGNEDFRKRTRNKKGEQQQQLIIATHHVELLNSNTVPIDCLQVRHGSALHRRQPTPATHISTLPR
PITEMLGPKIMTKLRDPACLDMYFSRTVVLLEGKTAKFQLIKDLESKRLEHFFRALEFGIQPPENKRAIHNCPSVEDLKQ
VKTLAKVIADHKLGKKHTPQFILIQFAVLFKAMVHSNSEWKKFKGLGVVQYFKTDEVQAHIDKRFKELMPHVGADITLRH
QTYDKLGQHLQQAVEELLTLQFEFSKTQERKDKLRELSRRKDGVNEVKTYLVKNFTNALNTVSVDEIQVKLTELVQQSTQ
LPLTDPPPSTDELSEMLLVMIWKTYSTQKRKTLQHLLRRELERLQQAHGKLAQDTCLTLNAAKDTLPREQLDALRKSTTP
LQPSHLGKLKPSLSRLCKAGWEHGHFVFPPDTADIEGIFINKSTNDDGKAPAPHPECLRSPDCLHGDEREILRKLGENEL
PRAQAIILNRMKAKISHLSIDVVKGQCESAKKETKLLADFMKTVMSTDEGSAGADGEHDTGGGEHHDDDDDEHHDEHHDD
DDDDDDVACIPMSNPSRSRCYMNAVFQCLVRTTPLAQALKDSQDANTNQGALAHQVSNLMGDLTAYSSKDAINVKEKLSF
RVGDYTEDKQQDAAEFLGDLLGALCIAPQVADAELCSKCGHTLSVSRSHTVKLSANDPQHPKQQLSLFQALQMQMLPADT
VTRSAHNACRT*                                                                    
>Sros_PTSG_11507                                                                
MARRVAAWLQQQQQQQEDADGRVLYELVGAVFHIKDEFGNQHSVSVVKVPHPFLRHRGIGLASQWLIFNDFVVSVGSLRD
AVMYDMAWKVPCVFMYARPGTTASFFDAAVPPVHVFKHRLLTDRSLALRMSAPSFHQLSEHDLPQEGDLVAIDAEFVSLR
KQDAKIRSTQTRKNIIKPAHLALARLSVVAGSGPLTGRAIIDDYLTMTEPVVDYVTRFSGIREEDLNPETSARHLTRLKT
TYSKVLFLAALGVRFVGHGLRKDFRVINVVLPPEQVFDTVDLFYKPDSRRLSLKFLAWYFLDIYTQLSDTIGHDSIEDSL
TALKLYFKYVELSRNRDAWFIILD                                                        
>Sros_PTSG_11617                                                                
MTMDTGGDTMAVNEQQQQQQQQERPDAQTQKRVVSDLFEKAPAVKLDQTWYLVDHKWFETWKRFAEGSQKEPPGPIDNSA
LFDEHGVKPFLAEGYNVHILDEETWRQLVAWYGLVHPKQEVKRKTVMREDKCVVDLAYLRVTAVLNGAEKGVVVDVSRTA
DFDQLHELAKQRLGIPADTTTRLRNFHLRMRGEVLSGKAKVGSASLYQKQMVCVETQADDGTWPSDAIEADSDAESATSA
TPVNGSGAEDDMDDDDALGPLTSPSAGAASVGSKRGALASTAPSSSSFASSSTRGIGAGAGLASLPSASSSTGYGATSHA
LGSPVAGQPRQGRTGLTNLGNTCFMNSALQCLSHTLPLTRYFLEGPYKEDLNPDNPIGCGGRLAMAYRELIAQLWQGSAR
VITPREFKFAIGRFAPQFVGYQQHDSQELTSFLLDGLHEDLNRIRDKPYVEMKEAEGEDAEAAALAWHRHKLRNDSIIVD
LFHGQLKSTLVCPDCNKVSITFDPFMYLQVPLPENETKVFPVTVSFKDPNRPPKRYGVKLPKTTGTISMMCQELEKMTGV
SASKFVVTDVYAGKVWKVLDFHEKTSSIRTSDSLIAHELEETPADDVVALPVYFFRKTAYNHMEKLRPPAAISIARNTTG
TKLAATARALVRPYVRTSAPMAVEDDTGNSSDANRDNDADGDDDDDELDQALEMEFQKNNNKRKKKATTRKRRTTRSTGR
SSSTSDDDSDDDDAENNADNDASNSAEGEHSGDGADEEESGLPSMQLMMANKYAQTTKRLAPEAKIELSSDLNDVLLIVI
DDYKAVDFGDLLYPEDDASVGQGDEVTNGAVPLTQCLDYYTSKERLTHDNMWRCPVCKEPKEAEKQMEVWKLPDTLVIHL
KRFSYNSWWRDKLDTLVDFPLEGLDLGPYVLDPQQHDSAVYDLYGVSNHMGGLGGGHYTAYCLDTNGRWYEFDDSYVGEI
APKNIVSTSSYFLFYQRRSELDKHALTGAPVVNPISSNKAMDATADVPNGATNNRDDGAEDDEDEEEGTSGLGGGDGYPL
QEPESY*                                                                         
>Sros_PTSG_11701                                                                
MSDMDVDPPQPKHGQEEGGQEQQQQQDQQQEQSQQQQQPEAPATTLPMDRINELKTQLRLGVRMAIDEQSQLMGLLNSLL
QAQERGECDDSCETFLKDVLLPCILTCLNSEQLLKWSPDYLVDIRQLLINSLDALIPRMDSDDTQYIRVTAQMMNYRTLY
HQQVWCEKSMSAPLNGPDEVYALFSVDTETDSQYGFLIDICDAFGVKGGFKRALQIVTNPESSLVQVVLAASCTFFSGHL
PSDMCREQFVYPMFDKMYDRVLNATLKELRPLVPELVKDNGILSAIRNAKLVLAARQDIEVNRVLDNLHLAVIDKMLRVQ
SFNATMYALDELKGLIHRINAQSKPDARFQFTAVTAGELTDWMAEKKLLELLFSDNLHKTSYVNRVQEIVRFTATTRLTL
QDLELIWKAQEGKHGVIVDNIHDLLAHLAYHFGPEQLDHLFSLVQASWGGSDQNMMRLLRLIQRLAEEDAAGEMAHKVME
VVWSLAHNPDTSHEIADEAVASMVKILQGRFFHDASGADVNKWLDACLRELKEQRWVVPAMRMMEALLDLFSRHSDSKHA
SPRDVVLNRLLRQGLQDAVLDLCEAYQEKAKQRLEALGGDEKALDNTVVFEMSTHRATMQQLHKLLHFIVAERESYMALD
DAVRLWLMLVEGAPTAKDRTAGLRWFSRVLVPDPDLDADAQRFLLENHLLHMDLETMPITAIKCVLGIFFNINTEEHVLE
RNSSGHVHVYDPSNIWQLDCLWELACSHAEETVAALVIRNLIQIFTGLTNQDPLGIVNSCLDKVNRTLIEDTNGRPDLVE
RKAVRGLDILRRFLTHFDVMHDFPRVHPPIIMAHLGLPCKVHAVSQEGWSLSVELTSTSSVALLRMRVCRFAKMSGDRLQ
LSFQDRVLSARDDHSTLAMVGLYHGAIIEVETVADSKCLDMCPQPNARKEEKLPSRALSHSKQHHDMLRRFLLEDVPPAV
QDAAMRVLLHLPGDLDLQRTVFATVVDQQQSISPLFEDATLPLLQYRLFVLCSVLRPSRPDTFPKAAIQSFKALFWSCFG
VDDVLRLLQALTSPLGEETNPFRYSTAMRALQALLVVVHELVDRSLAIAKEAGDDQANTAGSTTSAGKNKNKASGVDDTC
TPPLSPAKAAKASEAAGPSTPQRVPSEQSKAQAQAVAQSADVESPLKKHAGEGKRSSDSATATTTATASSTSTDAAGTAA
TAVVSAPSGASSSSGSTSSGVAKGQRHAQQQSGASSPTSSRSPPTPASASSRSPSSESSPLDQALSAQQQQALLDALLTV
FRAVCDPTEFGARINKDTAADNLPVAMDLVYLFKRISNLSSPICASLVAAWSTPDMLRLLTLRCPYAHVRSVCVRLLCDA
VKDLPAAQGPLWHTASMLLDDCQDLQGTCECDHFFQLFSCLVLLPDVDIPEAELLSLASKQVTWLEAFCADPSDAAARQD
VLAGRLKLIDAILSRLSTVPPQLHEGFVCGMLNHLLFRCGRYLADLRALPELPSDLAVPEFACDSEKPREEAFNVLISLV
SRDVTLFNLIASDLKELHYVPEYMLKTEFGFQPVIKPRTPGAFVGLKNAAATCYMNSVLQQLFMQPDTQQLLLGQLNIPA
EKQEDSVLHHVTRMFAHLKYSARQYYTPKGLWRTYKHWGAPVDVREQQDACEFFNCLIDQVDEGLKSLKKPAALCQVFGG
MFVDQKIIKSGCSHRYERDEPFTTIPIAIRNCKTLTQALDNYVQGELLEGANAYKCEKCDAKRDTIKRTCIKTLPRVLVL
QLKRFDYDWERGVPVKFNDYFEFPDELDMGPYTAAGRAAVEDDAGEVPKEMYRLAGVVVHSGQANGGHYTSYVCQRDHAG
NMSDRWLLFEDHEVTDVEFSGVQSMATQWFGGETTSQVYDKQLGRTVPRVRDRWWNAYMLFYERVNVGPLELALPKPSPA
AKEEGAAARAKGSGDAMEEGKQGEEEGNEEEEEQPFTQIDCTPSVSQRLNVMHDNIVWGHQREMFNTEYFDFIFRLAGVV
GDCIEVSIPAKGIAAQRKSKTDVVALDDAAQLDALAVQATDLSLDFLLGDALLTDDEIRDSLDDWPVTLRPLLRHSTTCR
EMARQRLQSETEFIKFLILNPDDDARAAFSQFVFEVVYASILEDGPDVGLPLATHTCKIVHTALKTIGVLQFSQIGESFQ



LLLEYVKLGSQYRQLMIDLDMMPILLTFLQHMGELGLQNPLCFNLLVSLVSVLIRSMGMSSLRTCEPPQGVSPPTLLLHD
KEIGGTSQPLPLLESVCALLPDSSFWRALLERHAGNMYAMNMVCDACFCSQHVSYVVILTLNVLVDELHHYEFHPYLNLL
QRVFQIDDGMRLYRFRLSCEGNNEQFVSLFRVINFCKMQFHKKSYFVAKVLTWALLNFPELREYLVSDRVRKHWIWVINW
LGMQLHTAIMPVEHESNVDSRSYAIERTDSAVNLHRALLASCGTLTAKAPSTDNAEEDDDDGDDDDDDDDNDDASDENDD
AQAAKKAAGGKARARLRDDDENDDGVDGGSNANNMMDDSEEGSAPSKQASSTPSSDKANDTHQDTEQPQHQDTQSSA*  
>Sros_PTSG_11964                                                                
MADELSALGGRRRGPLAKKKGGPQGQKKGDETSKAADDAAKKGKRQLPVREPAHDEQAMFDSLVGKPERKNDLGAFSSLL
RSSRTSGGGGTGYNTRPRSSRVSDHDLISTMAARLRSLERQLHLANQACSEKDKTVGSLRRKIKQLQAEKALSDGMAADA
RAVTQELSRLQRQVHEMETFLADYGLVWVGAGSDEDEDYEGEEEMDSGGVSPKAPTPTRPQPPSDTKDATTQPTAPDTSM
AQPSAEFKVDFDQVVRNVDELNLLAGDGAAKIERDGDTNMARLKHTQRVPLTLYSNGFLLFEGPFRSYDDGTAQMFMRDL
MDGYFPWELKDRFPEGCPFDLVDKRTVEYKRPVIRGFPGVGMVLGGKQDHSRLIDEPKTQLVRDEAKPEAVHVGSQDDKA
PGRAGGTEQLLSRLPPAVVVNGVVVDIRGAVQSHIGAADSTKKPGQRGGVELVGTPVATLLRQHADAITNGTAPPAERPH
TPLDIATIQVRLVGSARRLMLKMRYRDTVADVRRQISKHDPSLTNFRLVRAYPKLFGNTCYCNSVLQALYFCKPFRHHVL
QYRDSGFTADDGGKDGSRLLSELAALFHSIAHGKKKTGTISPKRFYQQLKAENELFRSNMQQDAQELLNFLLNTIAECVQ
RQETVVVKARSSKGRRGSSSPASTISSGTTRSAVSATSSSSSSSQENKTWVHDIFEGVLSSETRCLSCETVRTRDECFLD
LSLDIDRDCSISSCLRSFSNTETLSADSKYFCETCCSKQEAQKRMRVKRMPNVLAIHLKRFKYVERMQQFTKLDHRVVFP
KELRLFNATEAAEEEDRIYDLFAFVVHIGSRPSRGHYITIVRSNGNWVLFDDDIVDVMTDDELQLFFGRTATQCSYGQTH
PLETAYILFYETRGLECGQALPPTALLRRHTHNATPTSADGDGGGGGGGGGGKRKGRRRLLSATPSAMSESGTAASAPPS
PRKGSTVRS*                                                                      
>Sros_PTSG_12740                                                                
MSLHFGLENPRGSQNCFLNSVVQMLWHLHGFRKRFTHQADSEDFGAHTHRPRNRDGRGGHYDNDDDDDDDEDRCFFCAFR
DFWLCVTALDHTEANTPLLSTVELRLRLAMHYYGKDKFQYGDTADAGECLDAILVQLHKGLTRYRGSGGSSARSKGHSTA
LGYDVLHFEALEACAPPCLIHELFGIHVVEYTVCDAGHLGEPSPTIQGVLYVLGDDLLRHRPRSGGDAWPSDSAGSNNAL
RFEHAVRESADRRDDMCECGQSRKMQRCLLSPPRYLFIATTWVGVPHGDAFEDYLRMIPEHIVPGACFDDPPSGPYDPAS
MSTSFDSDGIGRRRGSHTVAGGDGGREEEKEEEEEEEDSNANHESKRGPWPRHDSAGSGGDEQDTSTPLALCSIVCFVSE
HYVCFARHLLTTGQEAERWWLYDDAHIQQIGSYEAVQAAMGRNHYLPVLLGYSAAPRAAPPTRPPPTPAGERERLMRQHS
QQQTAHHKPSASTSSLSSAASSSTTAVTSTAHQGSGSGSVGGSGVYGGLRLQVYQPTLRLSRERREQERQHFFRQQQQQQ
NTVSQQLAFPPQPHYHQRASHQHQHQHQHQQQGRETTTLPSYESLFGAQGASIGGAQSDHGVRSQHMPVSSSAHLASPRH
DHHRQYNQHAPLQQWQHQHQHQHQQDQQQQLQHQHQHQRHQHPPAGVHPASPAHVFTPAHSAPHAHQPAHAPAMTTYPSA
HQQRLQEPGPAAPLNPPHPQYHRQQQQQPHRDVHHHPQAGLRGGSHSHSHSHSANTGTAAVATGSYPAGNIGATNSAPAL
AGATHRAGGILAQTPSTSEMVAPQRRSSHPTHTHTHTHAHAVPHTAQQQAKEGPKDAGRQVFQGRVYPPTNSTFFTPLPV
QPPQLQQQQQQQAYGGSSLARGAPRTATAATAPTAPPLASSSSSSSWTAVRGGVRNGNTSRASPELDHYTTPHGTTVRLP
RHH*                                                                            
>Sros_PTSG_12908                                                                
MTCCAYKFIHDFLLALLGDLHEQLRQPFAESPTVIDLSTAADESARDEALEQFISRGTSTITDLFQGQLRSVLKCSVCHY
ESSKYETFRCLSLPVPQAGSHALLHCFDLFSRPENLTGDMRWKCPQCKTHRDAEKCTGIWRLPRYLIVHLMRFTFDKAGM
HKTKTMGFGDCGRRPGEQRQYRLCAVANHYGSTANGHYTAIANHKGR*                                
>Sros_PTSG_12909                                                                
MSVKHSVTSTHSPCASSLAVTLTAIIEFVEPCGMLSAGERVSCIQETGLDAAYAALKVGKTLTFERLNFQLARIAVHKGQ
HHQVQKKDHRRFQVVCCKRGCEYRVYTVIESDATPCLYRVTQVQKHTCAVTEKTVKPKVLAAYDASIMGTAKAKVAAVKI
RYGITVTVRQMQLYASHVNRMDSPSLAQDYMQLQSAVEYINASGIHVAQAEFDDDGKFKHLVVCLKPTVLSANSPSVLLA
DATFLTGPSKDKLLVLSQLDTNRNAFVIGIAIFESETAAAYEALFAMALECMPHLNGPHLIFTDQGTGVGAALRSPIIPR
SWEHALCCFHLKQNMGKNVRPLFEQARRSRSLRTFSAVMDRMQEYHPSAHDSLWAKAHQWCSLFMSLPSYGSSTTQTAES
INAAWKQYKKEGPLTILRHVLKWVAKRRGTVGPSNEGLTDFAEQKILQSIDLAVTMEALSVGRHSFSVFAGGSSTPVARV
TDESCSCVWSHTHRGLPCAHMVAVATVTSGPLRVAAIFSAEVRRNGWDSMQVFIPGDDLPLNEEHWGELVGPPGRRRENR
LVPGDGRAARATSAVQPPPPTQDDATPAAAPAVSTVASAVQPPPPTQDDATPAAAPAVSTVASAVQPPPPTQDDATPAAA
PALPPSTHIAGYRVEFYHLNVEPKRLYSKRCILSMVGLATTTATIAAAAAAAMTMTMTTTSPTTTTTTTTTTTTTTTTTT
TTTTTTTTTTTTTTTTTTAAAAAAAAMTMTTTATTTTTTTTTTTTTTTTTTTTTTTTTTTPPPLAATAAMTTTTMTFQMF
WLLRIVSGYPLRTTLQRGKFFWVKVSPSLLRMPKSDERIWVPATFEFLRDGHVWYKLWGTWKARRVPATDDYTAAWTDHR
RDAWAAKHTRIRKLVQEKDLTPLEQANRTTQKYLQIAHERTRQEQDSLRQRRKALQRRRRAELEARRQEQLRQARDKREE
YCRRADAILKSQGYHDYIKGVLEGTIQTPLMDGEDGMRHWSARDLSASQCSAPSIVFRLGPAVDVVHDLDMNKYLHWLSL
PLITKWGFAIWKETASYLIMTIEQCSREEADELCDYYETLASSRPLQDRKPRGIGLPNSGNTCYMNTILQCLFHIESFRQ
HLTPDVCACAKRQRMLCNVLDHC*                                                        
>Sros_PTSG_13270                                                                
MGKFTVKIKWGKEVFKDVEVDTDEDPDAFRAQLFSLTGVPPEGQKIMCKGMTLKDTWEKFPIKNKASVLLMGTAGELPDE
PDDIQFADELPDTAVVNNYPAGLANLGNTCYMNATLQCLKTADSLRDLIKSGSVAGGDGRAAMVQHLQRMYTIMDNDTDR
SGLDMALMGFLMTLRQVNPQFAQTEQGHPAQQDANEFWGVLSRALDTSLRGGDGASTAFPRGGPISQYFGIDRTDTLACT
EAPEEEAVVSRASNLQLSCHIDKDIGFVMAGLKRALEEEITKASPTLGRDAIYKKQSLVSRLPAFLAINFVRFYFKRSTQ
ENCKIRKDVKFPMSLDVFELCTPELKEKLNPHRTRFAEYQDWEADNSASMAGKKPTDIDTTADTTEYYPTEFQD      
>Cowc_CAOG_00031                                                                
MMDVSSRPVPVPVPVSPGAESTNSDDNDGCPHAARVLSLDNLAIIQSLMDQHVVKRRQQLAKARHSLPSSSSASALSAQA
DLTQYKPMVTATTTAAVPSNASAAARDTVNGGGDGQPAAEALALERAIRYCAECNAQHHHQTAPDTMATMMLAPDAAKAL



AAAAASLAQTNTSSSSNSHPSIATLQLAQALIYDMYANTDVLAKATYDPAAGSDVWVCLSPGCRHVGCGQQSRRHGLAHF
ETHKHPLVIRAGVPMIWCYACNNEVFIASSETTDSAPATPIDDHDQPSHANHHNNNHNHNHANANQPTPMDTDDDERTNR
NRGSGGELQRHHRDRTAGSTSSGGGSSSKHSKDTGLGGHRALQVHPRALMAELSPNGGISGLNNLGNTCYMNAPLQALAH
LRPLLVFFTNFYAPIRPVAHKLFHNQSTLDHLQMTNDFCELLSNLWSGQSMAISPSQVVHDVKRLNPSFRGYAHQDAQEF
LRTLMSALHDDLKRRVHTVPTAAAAADQQQQQQHQHQQQQQAHAAEKASLDGNDSITTSNRGGSEDGSEDSTTTAAAAAA
GGLTSSEHHSGSGSRRSFGQLRRSLVKRMSRKDKRKSLEGQNPHLPSTQESAAEDGSKPATPALSPSTSQQSTATSTAPS
SGPSKRFSSVISSVFEGQLRSEVECAKCHNISVTVDSFWDLNIPIASGAVRRKDTRVINGEDAQGSANQVALVETKPSWS
ILGILSHFNPFSSWKPVALEACLSAFCDTEELVGSERYRCEHCNKLCDALKTLSVHVLPEVLCLHIKRFRHDSYLSSKLS
QPVQFPLEGLDMRPFLAPGSTETNTLYTLNAVVSHRGGVNSGHYVAYAQHPQSGRWFEYDDSDTTEVSVQDVLDQEAYIL
FYSRESAAVDKERSTVAQLMERDYQSASDASSVRYISKQWLASWMTLSNPGSISNGDLFCEHGGVQIHLESVIQTLVTPV
PVSVFQYLQNVHQGGPEIISLGSCSECWREAEQLQQRRDEETAAITRLDVCNEQGIWYIISAAWLKQWLDFKSSRDPNVL
PPGPISNDRLLDANGVPLPHLKKVTHYRGVNQKVWEYFMKHYGGGPTMVRKVIDIHSAPDLPENDV*             
>Cowc_CAOG_00185                                                                
MGKKNKARNRSHDSESAQDDTSDAFISGIQHAHPYPHAAGASVGSGSGSGSGSGAASSPDSLTDCPHGAKALRMSSVRPA
IKNLSKQSDFGQCESCPTPAAKRAGGGAKSSTPGSVAQPQPQAPATATAPAAVQPSLQPPSTPETASDNEQIQGQPSSGL
AGSETPQPATASAANASESLIDPSSATITVPSVVDGHAVQQQTSCEQPKPIANTPDTALDVSNAHIFMCLTCGVRGCSRS
DPGQHALVHSQAKASHVLAISLQEHTVWCYACDDYVKLVQGQELLGEIRDLLEHQWDKACRKTSTFAPGASPATASPSSG
TKAAAIVETTSSAGAPSKVGKSKHNQPGKAVLVATNLAAAPAKELHPLHAQPSTAASASLYSVAAIPVRGLHNLGNTCFF
NSVCQALAQTMPLAQMTLLSDALDYSRPTRAALLSTVAAIRTGSSSSPFTPSELLNRAGAANRRFRGRAQQDAQELLRCL
LDAALEEDRAHLKQKNSGSRQPTPTPSESASTADPALSKSGEEEKADESEQARQQPTARVKTWVDDIFGGTLESRVTCVA
CGYVSTTHEPFLDLSIEIPPLFEDGSSKRKAQSAAAAAHALRPSSASTRAMDELASQTTSKHQQKKAAEAKRQLLKKERR
LASKRGDSSHSNSESTEPKAESESAETSDELQVPAVPPTSQGGTQEGDQDAVSEAAVSHEGDSNPVSETASMAIVEDTET
RPSIPEDVTPSEVRAPAPHVAHNFKPGSLEACLSAFFVKERLEGNNRYGCKNCYSLRMKRSGSAEVATPSADSNTEPDAN
DENASDPTHAVRANLAALHISTKKPDAADLPLAGKYAVLRAQPKKAKDPEVDRQDADKQFLLHTAPNCLVVHLKRFCQTR
HGAEKNTRSVPFPLVLDMTPFTTMANDSVESSSSSSSASSSVIYDLYAIVVHMGGMGGGHYIANVKSRREGGLDSWFSVS
DSHVSTMEVPSVLSSQAFMLFYERRTADPTPVH*                                              
>Cowc_CAOG_00480                                                                
MPVVNVSVKWGKQKYDGVQLDTNEPAAVFKAQLYTLTGVEPDRQKVMVKGGMLKDDDAWGKFDIKEGHSFMLMGTAGTLP
AAPVEKPAFIEDMSEAEIARACCGALHNRPKLPVGLVNMGNTCYMNATVQCLRAVPEFRQALERFAGGASNDVSQAVTVA
MRDLYRDLDRSGDAVQPFMFLNTLHRAVPSFAQLSQQHQLQQQDAQECWVELLRFFGHQLPQVSSNGAIEPASQRSNFIQ
QHFGGQLQARISNTEIPEEPSETTTESFLQLQCHISAEVNFLSLGLRNSLTETLTKNSSSVNRDCVYRKLSQISRLPSYL
TVNMVRFEWKGSSGAKILRNVKFDAYLDVFELCTPELQERLKPMRTKFKAYDDAAIEKSRSLKNSGGVQSMDTSKDEVVQ
YEPSSFEDDIGSNNSGYYELQAVLSHKGRSANSGHYLGWVRQNDGTWLKFDDDTVYPVNMDEVLKLSGGGDWHMGYMLLY
GPRRLPKA*                                                                       
>Cowc_CAOG_01646                                                                
MQVTDDGGDRSANDDHGGNATPAKSSSNATPANSSFSSSSSSSFSSSAATAAADRKPAKHDADDDDDDDDDCSMLAAARR
HTRQQLKADQNALGSSCPYLDTVDRSQLDFDFEKVCSVSLSDFNIYACLICGKYFQGRGVQSHAHTHSLESDHRVYINLS
TLKVYCLPDNYEVIDPSLNDIRAVIRPTFTPAAIQQLDTVSRQSVGLDGVLYLPGVVGLNNIIHNDYMNVIIQMLNRIQP
LRDFLLSSQADEACKTPLTSAASELFRKIWNPRNFKGHVSPHVMLQSIASASSKRFTLAQQADPSDLLSWLLNTFHTDLG
GTRRSGSSIIHKIFQGSMKMISRKMPAVVDEEEASEEPAVHAAKRARLEEDVAEDEYEDKVSESPFMFLSLDLPPAPLFK
DETGKNFIPQVPITTLLDKFDGVTEKEYKTGRDLFMKRFILTSLPQYLILVVRRFTKNNFFLEKNATIVNFPLRGLDMRD
YVENAAAVGSTTYDLVANIYHDGSLEAGQGTYHAHVLHKATKSWYLMQDLHVNQILPQLIVLAEAYILVYERRNTATSSS
NMQA*                                                                           
>Cowc_CAOG_01999                                                                
MHHWIGLEINQRTVHCNACHAFIAVTDRLPELFELCESLSAIATQRVSEPVVGGLSRRATVLALSSDESLLDLNPSNDDE
DEDSDRRFTAEKHYAFWLMSRTFLPWRALVDKSRSDGPFFPPSDNSVPASLRTPSKPPSAHDQDYSWIATPLMTPIGTPV
HSPLRAMKRRAVAPGQSGLRNLGNTCFMNVILQSLSHAPIFRDCILALYPSMRRNSQGDSGHGPLRRVDTTECYTIMSTR
ISERKSKQEAEVGAVDPTTILQALHSLMRIMWSGKWAVVTPHAMLRAVWASMPAFHGYEQQDCQEFYFSIVSALENSLKA
LQLERAFIRSASIPAVRPVDIVSRLFLGKFRNETICHKCHNRTWRSDDFLDVGLDFPNTSPAKVTRSASFREPVAIPASP
LMTRVAGGAEQRIPPSTPILADPVLSFAPLALRRNSSLALGRAPPMSPAVALLQRDASAPPTPTRSLSPLVPNNRPATPT
VEAIQGPRLSMKRRHEETKHHSLIDLIEHFTCSHLLDGQSYDCENCRKATATNARGASAVPSLQYASLKTRFEELPVILV
FHVKRFRWLSWQACEKITLPLSFPAELDMSPFVYTSDGHPEPPGSHLYSLFSVVEHLGKGIIAGHYTNYCYDFESASWQL
FNDHRVISATFAEVQAAQPYMLFYLRKGSASYLLSNSWKRPAAHTGVSSGALTTPAMAFSTQSSSSSSPQRPAPSASTDV
FTPPLARRKRVGNLEL*                                                               
>Cowc_CAOG_02196                                                                
MPSVLDGIGDEGGDGAKGAAPPLVALRPLYISSTFSELAARPCAIDYTPGKGGAGAEDRVARMAHKMYTEALSVMTFDHE
RAYVLFLHSAELGVKLRAGHKVSKDEAARLAKLVTNAMTAAETLKDRLKARYEHEAQRAKQREREHQLQLQSQEASKHNP
AGAQGPASASASAHSQSDSPAAQLAASNLTEQDASGTRSHDHAAEGSYGNDTVGADGIADATASSVGSQWSAGASLSSSL
PSDWSPAHSPGPGAAGSPRQHPSAGSPVPSKQNAAAAGGGGGGGANHGKGAAAQPKQRTISASEVFLSDQKTKSTPFLQP
MPVSTDALANWSVFEDAGLSSNDAASSIVASSSTSSLTSIGSLLHGPYDHLGLITPQEFFQMMNSKLPNHLAVLDMRSAS
EIASCALRWRDAATLPPQLLKANTSIGDLIPSLPRACAELLSRRTEFEHVVVVTAYGNATDLQLEEAPVRILFDSIYKWD
FSSSPALKNHLRYLSGGISTWQTLYPALCITQSPLAKHTLSSSLPAHFGQTAISYPSLMTQDQRTLLGEAGIPLPPASAA



DRQLVAYPEVPRSALLEELDRQAELARKAAIRAQKEQEEIAQRTMQAELEVNAREAAKRAAAEAARVAVEADRVARIAEQ
QARKQRQLEQEQEELRRQAAAAQEEDEARLAAQQQAAAAAAAAAASATAPPGDSLDRTTKPPRAVFSKLPPAGGDANAFS
VQPAAPPLAHSAVAAAAGATTATTVIPVINPEERAAKPSLTSLSPPLQPPPPPTRASAPPEANLSAPKPKFDQSVNRQIA
TPSQPQPIPRGRRKSFDGALPGQSPSSDMIGTSPSFQQQTAGRSPSTRSGTSPSASVMYGSPSAAPVQSSAYGGVGDGLT
GLRNLGNTCFMNSMLQCLSHTMPVTAYFISNKFRQDVNRYNRLGRGGILAESFSELLRNLWLQRFRCFSPSDFLGAVCRF
GPQFAGGEQHDSQELLAFLLDGLHEDLNTKGLTKNNQQLITQSDGTRALVAALPNRDQQEEEDEARRNMPVELRAERAWQ
RYKQRNDSVIVDMFQGLFKSSIQCDVCRHASITFSPFMFLSLPIPLDKTHPTLADCIELFTRSERIDGENQWFCERCRQH
RSAVKSLQLWKLPPVLLIHFKRFYYDGPWRDKLHHYVEFPLDNLDMNPHVIHSARRPSTDARIPIAPYHLYAVSNHEGTM
EGGHYIASCRNPISRQWYQFDDSVVRRLTTSVKTRAAYVLFYTNLDFDKYVHRHLFEPSAE*                  
>Cowc_CAOG_02583                                                                
MASPAIAAPSTPLPSTLGSLTGSHGSTATLQAVPTAAVSATSMTSLDRSGLSSLSHSVNDLTSTSADWSRGLTNATGDNH
CFMNGVVQLLWHLAPFRDAFAAVDSHHCSDTQNQLDCVFCALKTIFNNTTDSHVPPDALRSALSSVYKSSSRFQLGDMND
AVECLEAIQSTIHSQVVGDQVKDDHYDSCTAPTCPVHSVFALRVSEHVKCSSCGAQSKDFEFEKSIHYVAVEALAEQVHH
ERKRRRKTNTYRLSIIAPNTKDAPPANGNPRASLSSGSAGNVEDEPWPAGWEKVEAPEGKLYFHDHNSKITYWTDPRLRV
RAGLPHGWDFSTTETGEMYYVDHVTKGSAWTPPLATRSIQATLHECIPPVALDHLLNAVNESDVRSCQKTCGTVNTIVPT
LHSAPSVFALALVWGSTRPQSELISEVLELLAPALDLATVFHRTRPTEPKAKRRWSLADPDNRLNADAFAAKDALPMSLT
GLVCYYGKHYIAFFYNPRDRMWMMYDDATVKPVGPTWASLIAKCKASKFQPAVLLYQRCTFEEARALATQYISEYNEIVE
KRAVAKARDQHLIQLTEYELNRISSSISDAADASGVITSPFATLSSSGMLAKLHKGGIASKLGSLATRDNVAQLNRRPSA
IDTFEAHAAEEDDAALARRLAAEFESEDQASRQSAEDADAAFARQLHNEMVAQHRAAQEQFRLRQAEQQARLQQQQQQPQ
PQQQQQQHAAAPSTSDPATTSVTTDPGVTTSNAAAAPAPAPGPRVKLEHISASAFREGSLFLKERKHLIKSAWKERRFSL
RGPYLTFVKPNKVDSIKVVDHLDKCVLLVIDQSHTRLSGSSGLESVRDRSKPAAADASLSRSPSAASSASSASVLSRASS
NERIGTVNGKKAATPTPFYFQLRHPKMLYELCAASEEDMQQWLLMLERAGARRGSLKESHATGSESATPPSPAPASDAAT
APGTDSAPSSPSTSNPAASPFVFNAANYY*                                                  
>Cowc_CAOG_03072                                                                
MDHPNELVPEVTLSDLQRDHFLIDESLRNPSEDLAPAVKQIEDMIRFFQSGKATAEQWDFYLRDSLPPIIIHLAKRIDNF
HEPYQRRINDIFQHAITLTVRHMEDDYFDLLDAGTRLLHNVNKNVLFYNLGAQPRPSLLERADEEAEMQHVLIVRSRLRS
KWLVANLEHFQALNGFDALVRRLNSPQRVPLAIHKVAIRMLSRNVAALTTRFIHEYGQTIYNAVFLRISNLSDDDIRNES
KDTVDQCLASLTVTKAKLSPTPSDAMEADMLTLSIAFKYFRSPYLEKRVLGLTSLKEFASRQLEAQARAAAVTGMQGVDS
PAMTVAEVAAWLAEHQVIETLFGQNMHVELVRRSAELIRFMAARNTVTSEHIDLIWNASKGKHETIVHAVYQILMEIAGT
LPHDVISRLFEVINLLPLADFDLQTVDLVAKISIAALDAQSRRRDSTSPTSSFGIDLLFQLVDSSSAPPSAKIPSPLSGP
SLTTLSSDPASSTSTLSVAGQVAGQVAGQVPANGTNLSSSSMPMVTGRNNLVERAVLQRCIEQLGTLFALPSCKVLRLPF
LRRCVANLQSGRNIPTTLRVLQKVLASFQPTGVALTNPLDAAKKLGSAAVAYPPVATVALAESSPLAVSDHNPPASCHEA
LAWCAERHVDIVNLVVEECERYKLLAEQSALRLGLIGPVPFAAPSTGDSRFLDDGLPHNEHVAARLEFLAFVFAIVRSTP
SQHLTQAQLSVLWDAFVRRAICSSEQDQMFEWMQQQCSSSTSRAVASTDLPFCFEKLVATLDFANLSPPGFAFIRAVFQL
LNVQAGKLSLRPVDRTLVVLNFNLQHLDLIWRMVLTARDPQVGKDSIAFLIELTLSFASTISPADVAQQFETLIETAMTR
LVDAATVLLDDDTSSKQSQSQSHRGIVAPAQISSEATLSVERLLTLLAGFLDAFYTKNLGRVRLSGLVTHGSRQRGKPIT
LRLAIDVAPVVEISTHSNQTLDDLKAQIAPLFVQHCEALAAKATTSVYHTATSVPGLFLPSGERPFRLVANGRELTANCD
RQSLEELRLVDGVRVQVTRRFVPPPAPSFAGPIGTAAIAPAPLAEPLIASSYPMHILSRKRHFERLFDLLRLPAFAPAVW
KLILLLPTNPYLLDTVQHLRVVSPSSSPALAAAPLSPQAGSRGSEVSQREVEDMVIVEHASAQGSSSIKDEGVATRTPPQ
DMTNTQTPSAVVSPAAQLTSASAEVDWTALLDDRSPYKLMYTLQIIDSLLAPADTSAAAVAACDAWTQTFIASSGLRHLF
RVLLSSVLLPDHPIACASADQTPRAACLALLLKIINAFTLDSAALAALQQHALQQQSGLHGTDGSPALASAESPSVEDGL
GIGSLYDDPTLPTVPTQPSSSVAPPRVSPVAASSAKAPTALPLRPVALQSFDPTMVVDRLLRVLDWAATRSAAGTSSPAA
TMAGGSAGGMSADAILAVVDDVQPMSGLVYGPQLPPTGMIARTSSPDPAHAGVGAATTAPPLPPLPPSVALASASEQPSS
NAETDVLRHAFSLLLAYVVSDVQVLLHLSNSPLLRSWLDAILLCSPHRVARQECAQLILTACSFVSPTTANCNVNVGSPD
TTAATDGGRVAASSAAHKQASAGFLRVLFGFLPEIRSDLPTCQDYFVLLDGLVAQFAVVAREANALAAPAPSISSLDSAI
NVPEVIGLLVEKILVHPTLETGAEAAEDNVLIGLLRITTTLLRVHSAVKPTLGRLLDYLFHQCLFDIPTKETAHLGMRPP
VCKTSISRSAAFDLIVELCRGVPSHFFSVLTLVREQNQSGKRPASSWNYAPTASHKAPCGYVGLRNLGATCYMNSIMQQF
FMIPSFRRNVLAIDASAETDPADSMLYQLQCIFSNLQESEKRTFDTRPFTLTFKDYDGQPMNVAMQMDVDEFFTTLFDRL
ETRLKGSPHETIFKQTFGGQLIQQIISQDCEHVSSRVEDCFALQCEVKNKKSILESLALYVEGEMLDGDNKYFCATCSRH
VTAKKRACVFSLPQTLIVHLKRFEFDMETLRRYKINDYCEFPHELDMEPYTLAGLTRLERESSTTMEEGTTGTAPDPSLP
TSAAAADPQQAQQQSNPGDCHYRLSGILVHTGTADSGHYYSYIKERATPSDSTQPRWIWFNDSTVETFDPALIPSQTFGG
METASTTTTDSIYKDSKKPQAKPYSAYMLFYERTSTLPAAAAASVTPASAASQTETASATADARAAATGEVQPSETARAF
PSRAAGSSGAPASSIVPVPVDIYESIWKDNTHFWRDTYLFDEQYFIFVWNLCQVSLSVLHNNNSNTSNNSNDTNGLPSHL
ATTPTSGPLNGANDGSWLAASLSVANADGAPPLLQTAQSACIFCFQTLVHSKIKSTFPSWIQYIKSLFSAEPNAAHWFLQ
VLANPTEFHWLRKMLLQCTVAAQRAEFVSLVMHAFHLIRPLESLSYSSPEFLAGLREHAARCRTVISLNAIDPTNVTPLP
QLSTNSLLVSIVNAALGMLTMASHHARHFEQYFAFFAEFARLGRSEQLVLANLGVVHQFIEFYMGEESSYWTKSHPNPYA
NMGDKRDLALANLVRTIDLVVRGVVVAGGPVEIGDYDDDDDNDDDQSSDEDNDSDAMPMAMEVQHEPSPTRKIVTDAEAV
AGGSGLAISSRRDGLAPSLSLTQQLSPLDLKHLVGGGIHGHCAFILNVLGRNIDLQATLSIIEVLAFDNGAVSKIFVPAL
MAFLQDGDDDHVVELAFAKCLSTLLAIRDAFTATRADLLQSHFLQLIQTTMQTPNGVRTAGVYLELLLPPTVQFKEFREM
LFLGCQGWIKLWLVHSSPHIRKPTETLIYAMLPDIWQVYCARDARPLPTFETYGDVQVTPLHVVPNLVQRVQQVDDASSN
PPGLATRDAGDAALSALSVSLHSGPYEQIIREFAVEQCPAVAFEVEVNARFVFQKLLELLPIIPPFFAKEGPIAAKTRFV
PYARVLTRLMLSSFNQLLFLGHLEQFLAVQDSIMSCRVETDDNKSAFFALWVRAVQHFPPAMARFAASPRVRTLLFHNLV



TVGPAFTTWNSMHVYSFYHLLVMLCTHSADFLNAWTEHGNFTWILSMMASNDLMSLAEPILELQALAIRASPHFRLARLQ
AQTAPLDLKTQHTRFMNVTYAQSLGNLLQGAADLPYLARNDVFGGVLRRIADSFELKRTGGNDLYHAEPFINGLCPALVD
IIHFALKESFVFLAMAAQETSPPRETSGAGAQEVDDESGRILPAVNVILRSWSAVRDTVLRNLSLLLNTHVSHTTRQAVI
RLFSVVVREDLASAQLVVPLAISSHHTYMQADATRKVDQLGQLDGAFFPRLRPVPIPSMALLQMQMHARASLLELPRAHN
SVYDAAVDRVFVPYYSMLLSAVETLIASRASYDSQKSAVYSAQCGILVSLLLWETSDIAFTPPAELVLQIFRDKTDPYLA
ALQSEILHQPSTRSFVLQLLVQPSQALAIDPVFSEAAQCILPKLGSLAPQSTEQIIRDCNQDIQELIAELMQDDLAAPSI
LVTRLRDLVGCVRRLTILMASSVFREAYSQYCGPPNSLYEHLHGILGAEHAAEQFGLNDSDDASARGVFETLQNSLATLH
ACLQAEPEAPLVSPVEPSLADAAAQFSNSGGDSQSAEHRPEPSLVVSVPDDATQPDEEYPSNEAMQLD*           
>Cowc_CAOG_03453                                                                
MASSCPHLRSYRAATLARGTSVFKEECSQCFNNQDDASGISVCLHCFNPECDKHGSVHAAAKAHPLALVIKRTPVQAPEA
DAPAKITKLAIGVAGGAEASEQKYTFSWHVRCFVCNFPEVSLFDPAVTPAITSTASSIMAAESGDKRAEVKAWELEIEAC
QHTRQLDQLARDAPLAGKSLATCNECSINSNLWLCLACGHLGCGRRNYDGTGGNNHAVDHFASTKHGVVCKMGTITAEGT
ADIYCYTCDETRLDPHLAQHLRHFGIELGDRQVTEKTTTELQLERNLKFDFSMTTVDGKPLTPVYGNGLTGLENLGNSCY
MASVMQVIFSLPTFRQTYCPPSAALEHRLACQQQSHLKCFPCQMEKLAEGLWSGKYSVAKPAPTPVVGAASAAAPEAPPV
EVTLTGDAAPAPLAALSTEERARYDELARGQQGIRPLMFKSLIGADHPEFATMRQQDALEFFQYFCTQLEQQERVRLGTV
SEGRLPSYVFDFTLEERLQCQTCHGVRYSRANSNLVSVPLVRHALPESEQPKPDAASASTTTSKDPKKLPPMPKERATFD
ESIALFTADEMVEFRCPTCGQQPAGASKRQRFLSTPEVLVLNAKRFVYEDWVPRKLDIDFQVPETIDLSAFLAGEHAADE
HALPEGQAAAPASAPAGPQFDAAIVSQLQDFGFPVIRAQKAALAVQNAGVEPAMNWLLEHMEDPDIDTPLVTASAPNPAN
VAVDENQVSMLADMGFSRAQAIRALKETGGNAERAVDWLFSHPDVTGDEVAMDTSDGAAAATALPVLGNQRKPVYHLAGL
VTHKGPSVHSGHYVAHVLKDGQWVFFNDNKVALDPSPPVGAAYMYIFIKE*                             
>Cowc_CAOG_03563                                                                
MTLPETSMMRDEPGLVECGEYSAWSKQQQEQQQEQRDELPPPAFEEASPVVVGISEWSAQPSVSVSVSSNETTSELERNP
SPWPASSSSPITAAALVLPGIPGIPGLPGMAKQAEASPMSMVLADSATAPTSAFTREASTRASNASKPSYSCLRPEDDDA
THADGADGIHKAAGPSRMLEGDEEDENLLHSSNFRSAAVPKTQFWSASDYRAQRPRQFDVIGDTPRKSLKLRRPNSPASQ
GTPRPKSKARPGRIDARHGQSRRASSQTSSQGSTSRKVLSPKQRHWREIAHRPNNDNSNSDSDGHDSIRLDRFDQRLLAD
DSGDDALSRPGSDISEEVRRERRRAALDRGFDDNRLTSSLQRLKRPRLSDDTASWVKTIPDTFGEDDEEAALPSFLSKIE
FKPQRTLASYFKPNPIDRLSQFAPPSRATAPFPGLCNIGNTCYVNSVLQPLFYTRGFSASVATSLQQFQLLERFTLSLYK
DDALASEIKQQLCCLWEDTLAPGSPISPYPVARALSVLLIEMQDCLAKLNPSFAAETLGQSASVSATSSEPFFGGIDKWL
RPSEFVMCLRDHHAQFSGYTQQDAQEFLRYILTCMQDFLDKMVAYVTTVANLIAPELLLHLRGDGGGGGGGATSDSVASA
ASLNNIQSSAVQTSPLLASLLKQAVSVFLPSTGGNVPLPAMSSLFQGKLTTSTCCFECDTRTCQSETFWDVSVPIHDREN
VLPLSETLDAFTTPERLQGSNKYQCDTCRSFTEAERRILIGALPNVMTVHFKRFAFDEFNSKLSTVAALPWSMTFAEWCV
DDCQGRDALYDLAAIVFHSGSGSSSGHYTAVVNLSTCKRASIDQSSFPGNIPAALGQHLASSQSAVPMALDSVNSTSAVG
QSGITELDSGSSSAAPVVQADDPAKQQWALFDDSDVTALSPEQVTELVNPTSVSVSTYRPSAYIVMYVRR*         
>Cowc_CAOG_03767                                                                
MAQPSRDPSDVFDRLAGLFHDLADMVRETVADGAAPGMPVAVAVAAPPPLTLPHASELLTLDGARTAAKYVAVQGQTALR
AIPGYPSSVVAAASTGAAAVAAAGLGALWWKSSFGDPSHAAPPRRWFWSSPTNPSLANGVNGTTTTTAPLNQGGHETLAG
GAAFDEVAMRRKRRLAKTSNDPYVPGTKNIDGNSCYINALMQAFASVGKLHEFLCAHADNARILGHGGQLPLVVGVADFL
DALNERQPSSNSKPLAAYTVLDPLCAKYGMLNGRQQDLHELFQFVSSTLTDELAAMQHASKRTLSIDKNLAIPSRSCLSF
ASPMIGLVATQLVCSACGHEGSLRLDPFDNISLPLYAVDSFSPSLLDCLAAHFSTQPLEGIKCDNCYDRAVPLSWQSSAS
NTPSKAGKVSLAAMAAAQGRRWQPTLRGRGSLHVALAKLPPVFAIHLSRLVYTDSGNVKADKHVRFPMVLDLAPFAYLEQ
QHNAIATMGPEPLARLIRAATRSTEAGSTAQSSTSSDRNAYRYKLSAVVVHLGGGSGGHFVTYRKIKRVYRVPAAVAAAD
TPSSVNASVSSEGTESSLPAGGAAQEADLVKEATAVSDASSSATSAEPSTVIKEHWLHCSDDVVRMATTHEVLSSQAYML
FYERVGAASSSTISAGIQHASKL*                                                        
>Cowc_CAOG_03781                                                                
MFAFGDFRPDEITDALNLSTLMQPPKVAHPSHPMTAADVAVHTPSMSEQRSTTTTLAQPPHESHVIASAAAAAAAAAAAA
QPQPPPPPPSAPSRLLGDVLLSLPSVASTVHRGPKREFQPRGLVNKGNACYINTVLQVLLATPPVHALLHHAELRSFLLQ
QNAYDEYLARTMRSPAAVTDRVSRLLLFSLARLSHEFKILTPQAALKEGPFGQPLLPGYVHDAVVHLRSSDSFQFRQEDA
EEFLGFVLDRLHNELVGEMRKSAHFSSSYDVSAAAITSGAAEEWEEVGKKNKTAVTRRLDQEASPISQIFRGFLRSSVKQ
RGVKASDTLQPFYTLPLEITHHSVNSVVDALRVHVLPESISGFARSKDALDNEASKQLLLEELPPILVLQLKRFVYDLYG
GVQKSLKFVEYPATLDLSTELFSLPARSKYGPKQRQYRLLAVINHHGQNATGGHYTCDIDASLSALSPFSNSEASSGKSA
ESTAQRQWLRFDDRHISTPTQRDVLNGSHDREAYLLFYQCVP*                                     
>Cowc_CAOG_04665                                                                
MTLLKPSSGRAAHETFSSAPPPPPPAAAAPSPLSDGMVDVELLTVLLLSKHEELALESPLAAKDARLLLAACDWNVDVAA
DWLQRWNKAARLYVLPSSMETSVGAEQAPSSTWTGLQGISNAGNTCYIDALLFALFARQDTFEGMLQLPIAIPAPPPENS
RNPSASSIDAMRKRRQQALSIKGLQQWMVLVINLLRSGGLVGAPFMQELRVRLVSCGFMRDALESQPSASEVAQREHDDH
EMALRLQAQESASFSSSSSNSSAFPQSQTHSYEDEKRRMEQRDLEFARSLHQQMNESGAGSVGSTMQQPSAPGVRPSDVP
VFHDIVNGANAALRPVQNQNQNQNSLLPTAEHSAPRRSAPVPETMPLTLDTIEWTFERFVAVLAMHARPEFYHDLVAPSS
RSASPPSAPHSYSAPASHRPQGADADVEARLAELVVTLEHSNRLVSSGQQDTAELFYFLTDLFNLPQIAIDQVLHHRGVQ
EPGDERVELQRMVPVAVVDSLSLKSPAEQESQSVGLTTLLDNYLRVEEVFVERSVPRNPDHNPIPPRDRLVNIHDHHDDI
DPADGFHAFEATSPFPDLQSQHWVEVTQAPGLGKKMGAFDAEWQHVHQRDIASDDPFESPPVLDPHTTESVPANLHLKFI
GGYTTALSQGHRRASQLSTQLSQQPQSPGSILNAMSGATGGGGGNGIVGPGTAHLFSRPIFPVQLKRYWYDRANNCLRKS
HRPVQLQTMVDLTTLFAEEKGGNLATRARLVAIVCHRGETSTSGHYVTYAANEYDDWVLFDDTNTPTVVACPELFWSNSS



SSSPSTRVHMDRIVRESYLLFYELCTQEESDQHVQTVAAHREQMRQVQLAEERRQQQQHEQQQQLNKIASHDKDHHHDKH
RHLLPWHSHSRKHSKERNEVVLEGASSHLSQVERDHQMALQLQEAAYREHDNDHHHCRSQ*                   
>Cowc_CAOG_05444                                                                
MSAGSTGPDLPTAAAAAVATPAAAAAVTTPHHSTSVLGRLLSFKGKRSHSRKSAGRTAAAGGRTRCDYAVSAADAEAELG
PCPTTTAPSATTVITPHHAAPHVTSKPSHHEATGGKAQASSSEKHSRNGSIQQETETSANASERDAESFDERSASTINTS
RNRHTHTASTVSQSSEGSFGGNSVQLAVTDSDGVSPLSPPSVSASSSDAKPALTLVISPATPFLTHHRGSSDGSSPTRHH
ETHASGVLTAPPTPFDGGQDAASTNFATSSSTPALHAANSKEIITPFVASSGHSRTDSAGSTEEARGRTGLFSRWKKRAS
TSSSKSEQSSGTNGSSSAPAAPNSSPAGSASLGSSTTSSGIKTPWAGLKSSSTASTSASNGPLWSSGMAGSASLPTPPGS
APLGATGLVNIGNTCFMNSVLQCISNTNVLCEYFIGSRFKDEINTKNNLGTKGEVVSQLAHLVKDLWSGRFKCIRPDDFK
SGLVKFAPQFQGSLQHDAQEFLAYLMDAIHEDLNRILKKPCVEVREGNGTGNILLELQLAVDSWKDHQLRNNSFVVDNFQ
GQLKSTLVCPGCGRRSVKFDPFMYLSLPLPKQVVLRKFIITMVWLDPTRQATRFLVNADPSGTVHDVRLELARLAGLSVD
AADELCLSVQDYNRLQPLPRTQPLDAVAENFVLVAFEGCEAFSDTRQTRIIVAQQDQRVDTNSFGAKRFDPPFMFMVPSN
ISYADLYQEVLNQNRSRYFKPTAVVPQSPYAVAEASKAATSAVEPETAVVPEAAAVVLVQEPTAEGGMTFAAESLDTSSD
DTGASSSLTTVASESSPATGEAQKAQKVDGLIASPDSSSPATSATAASTADAQPAQPTTPNPEDALFMMKTLKNSTELIA
AVDCKDLALPPTLTLLCEWIPKERKALFDDSRITGFTEHETLRQHHQRPYSYDSDETFSLHQCFGSFLQEEKLGADDAWY
CSKCKQHQEGAVKKLELWKLPDVLIVHLKRFQFTTRLRKKLTDTVTFPLTDIDMSHYCPNASRIEEALQHPSDDVSPAQL
QRATANLETLLGPHKGSLYDVYAVCNHFGSLGGGHYTAFCKNPLSGIWYSYDDSRVEKVDPSTVVSKSAYIMFLVRKDAA
RLTQQQVEQAVLAQTSLLNATQPQQQAAAQQAQPAAPDSSYIGSLPGFSTVTSHDIEIVGRRTTPSASHHRRTESNGTTY
EEISDAPIPPPAYDIADSPIFDCPATLQAFLNSPETPL*                                         
>Cowc_CAOG_05633                                                                
MDDLAARVAEMMEFCPHITADDARQYLQRHGGSVEQAVQVLFSQPSRSAPSSTSGGPAPSSLPLSLSSSSSLSSTSTHAA
ALADATSPRVADLPPTLSSSSTAIVPYNDATAAARPSTGATGTSSTTGRGIKHVPTVAVEGDDDQLQAALSRSLQDQQHT
GAGGRNAGGKGMEHDDIELSRAIEESLSTSRNANGSNGSNGHGTDEANLMLFSEPVQLREPGVPTGLRNIGNTCYFNSFL
PLYFSIPEFRKAVLEVHVDTQQAEVRGQIAALRDFDPAISTLRKRDFAFTFIKELQALFALLIVSREKAVNPTLLLNSFV
NDSGQKVEVGPQQDVGEFAQLFLNRAEEGLGSGLSTPSGTPSRSENIVKRLFFGSITERSYARELDGTEVTNTSTAEFDS
IILPIQDHHSLQDSLDAYTFVTDIEHFRTPRNHVTTAQKDAWFRVLPPVLSIQLKRVVFNAKTNSAEKLNSKFEFPAEFA
MDRFLDEHRSAALAVRERVVIWRGQLQDAQKQLNTLTNFEGGVNSIEEHIRCTGRFIENAAKGGWPGGAVSEPREVDMLL
RSLQTWLVEVHRTTAELRATIANLEMKIRGAFDATIPPRTMYRLHAVLVHRGQAMFGHYWAFIFDPTSQEWWKYNDSEVS
RASFEEVERQSMGGDLTNNTSSAYCLVYVAANWFPHQQPKAAPDHMTPERLMEMVSPQLRERLIRERQTFEKKVAQERGL
SSQAAASVDVAAQGDIGPSAMAWSASSAAAPPPSSPQVAQDENVPPSVMDQPVEMEIIPLTPSHHGAGAVPGSPTNGVKR
SYEAPSLEDNQGGDTTHQHKSLRMTIDSAPPSAASTTTDSIISQHLRDQFAVKFQRALAMRTSEVRSNSPGSTFDVRIGD
FTAYLFCSRAPDFIKRHVLSRAVLAECFLFEASISEASLSEASLSEHDYALLAAVGQEATYIVLDPAHASILTDWQRAYN
EFLEVTTLWINGLDYQRQAQHNLALPYLFNAVVANAELKRLHFGAFPDSKVSAPFLISLRMLLVVPPPRTETVQLRSALL
RAMAAFEAAQRLRSMMDDLDGLEELVTNQKQAWLSFLQDLDNQSVDDLSAPFLTQLLNDGVSECPDLERPIVSDDVENIG
SRFRSMFDTQTF*                                                                   
>Cowc_CAOG_05870                                                                
MAAAAGGCEHLAVFKQALFQPRPQPTLRNHSQHSQQHDQQADGGSTGETTGRDLFTAMQRYLQAWRASLQLTSKHAASAT
SSAASLATPPVAAAATTTSGTSGTSGRQRSLRSGPPATASAASPTEVQLSPAAVASKIPTPACSVCRAPGRKLHACLSCT
FFGCRAKLNHNASNGTTATMMDTSMTSTTALPLSHAEAHARQCGHPLACDVVHDQIYCFECQDYVYDHEMDDIIEHQRVE
AERAAYAETNRLPYLPWVPKAEEARLISAHSVANVTDPEDSTLGLRGLNNLGNTCFMNCILQSFIHNPLLRNYFLADQHT
EETCHIQLGKGLPPVDTAKGVQPHNHHHHHHHQSGSDSLCMACEMDQLLHRFFSGETQPHTPYQFLHSVWKHAKHLAGYE
QQDAHEFFIATLDAMHTHCRGTLLNCHCIIHRVFTGALQSDLTCLRCGSVSSTVDPFWDISLDLRHHKGATGTPEELQPN
SLEQCLHRFIRPERLTEQISCGNCKTHQDCIKQLTIKSLPVVVCCHLKRFEHATRSFKIDSYIEFPAHLDMSPYLSASLQ
RQNGNIPVVPPSPREEAPILNASPDFGGNAMYSLFAVVNHRGSIDHGHYTCYVRHNSRWFLCDDAWITQVDIEEVRESQG
YLLFYIKDEMEYSAN*                                                                
>Cowc_CAOG_05894                                                                
MSPGRRQPQVSVAPTAKRADLPSTTRPATNGGPTALPADDDELDDAIAGRPGISEDEDDEQAFRASKPSGSAAVAVTPAP
AQVQATAHATTNGTTKHSAQEDEHGSDSDEDDAASSVSASADGTASTTATPGTAAAKKKKKKNKNKSKNTSEQPQAGPAS
APATANAANLAAPVVPAASPAKTKTSAVATASTKPPSDAAPTGTKPTATGTPAVVQTPAAPAPPAAPAIPAANKVAMNHF
AEGERLMQHPETFRRGLDELDFAIDVAYQTSELPFRIHVMRKAYNGCMRSQMFQRCIEFCSMLLREQPDDEGSRLMRGMA
HEKLNNLDEALVDFKRLQKAFPAKLLYQTKSATLEKRIHDNPFREPEATSGLSSLTSKLASVASSYLRPVPPPPLGRLQK
TVPGLTGLQNLGNTCFMNSVLQCLSAARELRDYFLSDAFRQHINKQSTLGMQGQMAEAYSEFSKHLWSGEYQYIAPHQLK
QVSNKFATMFSGFGQHDSQEFMSFFLDGLHEDVNLIGKKPYLEDVERRPDESDASMADRAWGQHKLRDNSHIVDLFQGQY
KSTVVCPECDRVSVKFDPFMYLSLPIPTLQTRKMGVLVSLAETAARPQAQLVRCCVTVPLTGTVLAILEAIAAMLGVSSA
RKLVLCEYDRYRLRRVFDEREAVQRIYDYQDLVAYELPSLAELPAHLIEAGRLVNARREHEAEVAKSELEQEESASVAAS
ATTSASTESSSSSEPVVPAAVGAESPATASAEVAAAAASSPSVVAEEAAEPQLAVPGSVIALPPPPPPQPTPGFKPKTSN
LTAKAAKPASDDEQEVCRIFVTFRGRPVITGTPLNGTCTTCGGECAVDRRCTKCNTARYCSDACLESNWDHHRYYCTKPL
RHVDGLPLLLSIPATSVTYRELEGFVYNSLRPFLDISQSIELTEIGRLTTVNEYCETMVELDPTSTAEINLDDAQFLSVD
WNELASAQEVQKHRIEATKEHESCSRAEEKITLQKCLSLFTKEEKLGVDEAWYCSKCQKHQQATKSMTLWRLPKLLIVQL
KRFSFSRIYRDKLNSLVEFPLTNLDLSDYVQGAEHDHTPVYDLFAVSNHYGMAFGGHYTAFTKYSRRGEYVVPRENHDLV
ASRGAGTVPSDPLPAHEHDDQWFEFDDSHVSRKSANEIQTSNAYVLVYRRREDIHHE*                      
>Cowc_CAOG_06014                                                                



MDTLLVGVARSSHPVAVKRQLVERLLLSFGSSSSSSSSSSSSSASSYAASMPEWSQADLLAICAVAEQWILATPVIPSGP
PPLRQSPRQSPSAHSNPSTTPAAAVSEAQQSQPSSSSSSSSTTTSGMPLALSRELGLTLLIALAVNHSQLFASFYAPSRL
SARWSFSSSATANPALRILLLLLVHVRFPGTLPMTHPALIDQLPSGLFGASASSGGRPALPPGFLTRFATVVSRDVSAAH
MVGLNNLGNTCYMNSVLRALFMTRAFRERLLEQPRQSARQPTTTSTNDGTSSKPSSFAPPPVSFVRRLQEVSASMALSIK
PSVSPFDMTRDCIPPWFEPGSQQDSSEFLRYLLDQLGNEAALPTREELASTQSSQWLESVPAPLQPALAQFPMTVFGGLL
ENQFVCGTCGFVAHVPEPFNDLALAFPSAIRDAPGAVTVSLNQLLYEFLRSETLSGENAYSCQACQTRSDSQRMSRMLVA
PEHLVITLKRFLFEVQPSTAPGSAAPTVRRKKIVTSVDFPTALVLPPEMFARQDATATEYQLYAVVSHLGASSDHGHYIC
HAMVHHDQEDALPINERAAALSSGSAQDASSTFAWFQFDDSTVAASSWHEIISQTKQRPTDTPYQLFYRKRTVDANATAV
PSSSSPTAWPAELVRSVMADNLLTLQELEQETQARATAPRRVVSSARNTLGHRWGGNSDDDDGSGGNQPPASDMFASRFI
F*                                                                              
>Cowc_CAOG_06089                                                                
MTAAHDHPAPQQDTPPASDAADAPAAQQQQQQQQQQHQSDAANTPPVPSPDAAAAAAAPPSPTPAAVKQGLNALLEPGDE
HKLDESFVTVLPDWNARTTKFHTEPVKIDGNQWRLLIFPQGQDANPPHLSVFLECCDIKDHPAKFRKCVIFSITVKSALG
DQVSFSKDTRHVYTAAEQDWGYKSFVPLAELRDPEKQFIVNDTVTLVTHLMIVRDWETVQNETWANWNSRKETGFVGLRN
QGATCYMNSLLQTLYFTKQFRKAVYSMNTSEDNLAKSVPLALQRVFFNLQTAEQAVGTHELTKSFGWDTYDSFMQHDVQE
FSRVLIDNVETKMKNTPVEKVIAQLMEGKMKSYIRCINVDYESSRVEPFYDIQLNVKGMKDVYASFEDYVQVETLDGDNK
YAAEGHGLQDAKKGVTFISLPPVLHLQLKRFEYDFRKDAMVKINDQFEFPEKLDLEKYLAAPEDTPAHYTLHSVLVHSGD
VNGGHYVAFIKSQRDGKFYKFDDDRVSPATNEEAMEDNFGSSEPPLPLGAPRGPMARAGFLRLARRITNAYMLVYIRESH
WEQVMGEVTAEHIPSFLSDRFSEESRKEESERKRRDEEHLYMSVTVCSDQHFAQHSEFDLVDFQSPQLFSSRVLFTSPFA
DFQAKVEQALGIPVAKQRFWTCITRENKTIRPDTPLEATSPASTMLQVVGGTSRHRLYVEQLEDAAPPAVDSKSMLLFFK
YYDPKESLMRYLTHSVVDKAQRFSDLFPLIRQAAGLPAEAALSVYEEVKPSMIENKSPIMQLRKAELQHGDILCFERTLD
AEEAKQYERPFVPDYFGFLSNRLVVEFRELDKPTVPGFKLELSVLTSYDEVSKQVGEKTGTDPLFLRFTGVRYILATGEL
GPAMAPISRQKISTLSSMLLYLYTAAYPATNRRSTLLFYEKLSMSIVDVENRAPVRSVLMNAKNQKEKELSLLVPKEATL
QDVLDDTLKQVELPEGGSRKFRIFSLISGGSSYKEYSPTDPAVPYTSDMYTTTYYFEEIPLDQLDVAETDRLVLVKHFHI
ESYHPHGVPFVFRVGPEETVAQLRQRLQAKLDVNDKEFAKYGLAILQQYGRKTEFADENDIVLNRLGLQDMLGLDHVDKT
PKAVSRYDRAIKIHN*                                                                
>Cowc_CAOG_06148                                                                
MAPTARETERAAWAWVGQVSRAQDITQAHINCAFRVDHPVCPVQRFDVASASSPDGAGSGAETSTAALAASDAGANPVAS
LAGHRKNCTSNPNCVGHLGETGLRWSAETAVGARAAERRQQSQSKQQQQQQQQQLKASSNEMPSAASTSLAATVPSEAML
VNDATAEGPLDGEASLDCKPKGRRSASRSASAKQSSARSQSNTSEASSKDAIPATAVIAPAATARAAAAAAAASGVTSSD
QAGQSVSATELFPDVPEITDDDVRQVESKILSILGPDPQLSLRPAGEYAGLRNHGATCYANCFLQVLFHNQSFRRAILAY
NPSQSKRLRHLQPDKSACFQLQALFMRLLHSRTSFVDPLALIETLGLKKNEQQDAQEFNKLFLTLLEREVNDQPDATVRH
IVQSQFRGMYVYVTQCLQCKTESVRDSPFFELEVPVQGHRTLDDCLNSMLAKEQLNGSNKYFCGSCNAKQDAVRFMRLRE
MPPVLNIHLLRYIYDPVAHNKKKLVNPITFPDELVLTPDRFVASAPTTTIKYKLKAVLLHRGNSANAGHYFAHVRAPATE
SAATLGADASSSSSCSSQLLGQNGTHRPVSSGAGGSSSSNGSEALGGLSQSPTSNSADVWWTFDDEHVTVMDDETARTKM
DHERGYTSYTAAAAANAAASELENGSDTSVESTSKANSTGRKSKSKSKRNTGSTTAAGRGARKRPTKSNNPPSHRSSDFL
ADDGDDSDLIVAQLLQAGSDDVELSGVTSDHSSDEEYASKEATKSVRKAPGRKGRPAKASQSATRGKRTRAQAEEEDAVI
EISSQQARDPKASAMVVDVASTEPQGIELIDISSLDGVPPTHKPTEASNSDSSEFPLPSASTPSSTAAAAATATAALVLA
EVIASEDDEAARPGKRPRRDATADQVPPHHHRSGKAYMLVYVREGSDKELAGAVDQPQSVSQPMDVDMDDVASVDQPADS
STNRSPSSAYQAAMHAIRQMNEELGRHVIAYNQRKQQMLRTVLESKLASRRWFNALARPVRHPSAHALQQLLQDVNVEVE
VDDGNDVTTISESAPQPPLLQQNTADDGGAFDIISMDWLRNWLTRVDRDAVPAVNNSAILCDHDKVDPLAIAHFKFIRSD
TAEALYKRYGGGPRLTAPEALCRECVVREWHVRSTANQLTADQLHVKQIVEAAAGAPSPASLKDCAWVGRQSMRDWLRLK
TSAQSEQARSEQSRLEDLQQARQLEARQIIAEQDMERQKERDQSALTALNATAAKLVMLDNPAPSSATAMEIDGEPSSSS
SSSSSSSSSSSSSSSSSPSSQQPLMKLEHTNGTHGGDAGDDDEVVFQQAPDVSILPNALRSADANAAAAVATIDLGELPP
SSSTNKPAAKSSSTLFNGELICRHGNLVPESIAPRTAVPLGVWHLLPIHWPDSSTVQPIPATTPDCSLCLASHSANHLAA
SQVHADLAQQRSLLSALYKNTHRPVLHASEPARVPDVVQRQLAADAVFAAHDDEDIDLVDDSADARSRPAVASHAAEPEN
GHAGRNPVLAAFAVNVFAVESVFLDQWRAVLRKPKGAVLPGVLTNDSLFCHHSELVIAPLDAIDPMLGAEMPSPARYTLV
WPREWDLLVKWYSKPRESAAVSSTPNNHSLSSGDVQDGVAIADEAITAAASSSSAGATPRAVMLQFDPVARCWASVIPTC
TSCIGRLRQTEEEARFIYVDSPFTVVHLAKSEWSQVHHQAVERARQPAVMPWGSASAIVPAPASPDNPPSTAGESPSTPS
QGRFSVLGTRKASRRRGKQHKVFVSSTDTLKKLKLEIMTKFQVAPIDQHVFDGERELRGDTLTLAQLHVAPSSVLELAID
QVDSQPDLEAIIAEEADTSARGKIETGFKGTGLLSL*                                           
>Cowc_CAOG_06254                                                                
MGSDCAYAELRREYDLLGSGTTSIAFDAAEEMLWSASASGRVTGYLFPTLERYASFEPLTRRSLTQAQAQQRAAEQQQHP
HGGGVQLQLQHQPVVQLQPIDNGVAVLGQDALVVASRGGVPLLSLATDAMQSLSCMSQVSAAQSASFVLAGSQPTMLIAD
LHKQRVVKELDAGVIDPSNGTPAGITALRKARFLCAGTTQGVLQLRDPKSLKVEHQFTAFTGPVSDFDVCGNLLAACGYS
FRGGNNLYADPFIKVYDLRNMRSTAPISFPTGAHRLRFLSKFSSRIVVVSASGTVSAYDASGTAAPPLFYGKLAMDTNES
YCTALDVSASCQLLAFGDSSGMVSEWVPALVADNVWDEQQAYQGPQQYDENGEPIPMDYSLYTPEGQLLESLDGVQVNEF
SRETEHPGQDALSLYDGAVPLAVEDTSVPLASIGMPFPSSDTLSSDWPVSKTVIVRRPPVPIDDSILRAMRVVDFVGYSP
NEPTVRRRNQTVYPRYWIDPIGQGMLRAAGRNSAGSANAAQAGRLARIGPATARRGALSSPARDRRLLGGQSSSSSSSSS
YSSSGLDESVLYRSIVPPKYRKVEVKYTRMGMEDIDFGDYNSTVFSGLEAQSPNAYCNPVLQVLYFLGPLRSHLQNHLCW
KDACIACELAFLFHMLDMSIGGTCQANNLIRALRNVPQASALGLLLADEFASAKANLARLIQSFLRFALQQAHQDLLPTT
PSLVASNSPAPAVSIIRQAFGSVVDTHTRCTCGADQVKATETFIFDLIYPPSPTSVSATGVGGSTTGANASAAAAPALTP



SRAAHVRPFVSIIEDSLRREQTTKAWCDRCNKFSLSEQTRSLTNLPFVLALNMAADKEGGADYWSALEKGHAARHAANLR
AAADRRAEREARRQLFADESGSEADNKAATATTATLAGHDDHHHHSSHPAVSTDPIPSVPSALKLTLPTAAEGGGSAAKR
GRGVCVSEIPVSQAMQSNTVTPLSAEDKAAAASAAANASSADYLLVATVVLIKDEDSPSGHLVSHVCVAEEYMRRFRLDP
AQVWTMKPSRWMLFNDFSVHESSELEATTFYSAWKQPCSLIYVRRDLFLLDAPIRSPLTLAVFHESGAGGVASTHATAQT
VRKHAGPLGLSVAAQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQLAAAQSRRNMHPPTFTPLAPNEIPASGQLVAID
AEFVSLNPEEAQLRSDGSKSTLKLAQFHLARVSVVRGQGPLEGIPLIDDYISTSEQVSDYLTKYSGIKPGDLDAAISTKH
VTTLKAAYVKLRYLVDAGVKFVGHGLQKDFRVINLLVPPDQIIDTVELYSRKRQRKVSLRFLCWYLLKIDIQADMHDSIE
DARCALFLYRKYQELEAENRVESTISEVYEAGHKYGWKAPHWD*                                    
>Cowc_CAOG_06488                                                                
MASDDDAMSVTEPSTTTAATASTPQLSGQDQPVPSPAAQHDRILDMRDNWTMVRDETAMVISARWFARWERCVRPLDATT
ATATVSDAGADADAAAAAVEAGNLVRTALTWTEDAGLALRGIVGPIDNSSILTEDGLLRPSLLMQTDYELLPLNAWNLLL
GWYGAIGHPIERQVISESDHLRVEVYPLNIILSPITADTPDLKPTTSATRAISKQATLSALKKVACLEFDLPLDDRTRLY
FDDVKKPLDQNMEKSSLAANYLFDGCKITIEQKLPSGEWPSDVTQRAQQAAAALRPLPAAPAPMAGTRSSLSSFGSSSYP
TRSIRATVHGALGLRNLGNTCFMNSGLQCLSNSMALTRYFVDDSYLRDVNTTNPLGMRGELAQEYGELVKALWSDNPSSS
VSPFSFKYKLSMFAPQFNGYQQHDSQELLAFLLDGLHEDLNRVTKKPYIEAKDANGRPDAEVADEMWHMHKQRNDSIIVD
LFQGQFKSTLVCPVCDRVSITFDPFMYLSLPLPEKRYAISVTVVLRDPQRRPICVKVRVPKDATVFVLRQALADLLELRA
DSILLVETYQSKIDSRLENTEPCAAYFKLRHGHELYAYEVDTIERHHHLINVCFLQSNFETDTAASGRFVGRPIICSFPR
EDVSGAEVYEVVMTHMRPYFNKQDVNDEGSEMATEDSEYPFSLIYLDHHAEFPASLHIVPNDATPVSWATGFFGIRWLPD
ALADAGFDQTLYLARDDHESTRETSGTSVSLGDCMQLFLKQEQLGADDPWYCSQCKQHQQAYKKFDLWRAPETLVVHLKR
FSFSRYSRSKLETHVDFPITDFNLAEYMCSDVTEPLLYDLYAVSNHFGGLGGGHFPSPQLRPAYALNEPSGRWFNFDDSS
VSPAEARDALSSSAYVLFYRRKRTPPAESQSAAMSDGEN*                                        
>Cowc_CAOG_07171                                                                
MGAKQSTYDDASRRLLQSRQDLRVIRAAFRRAAALNPSSGGASPRSVGSSSSSSTSGELGLVGGIPVEEEPFGPGAVTKA
SSQPAIQSALAVMAQPLPGYIDRETFIQEVLGDAIPPPLADRIFKVLGGRRNVGIGYKDYIVGRFLFTEAEAPHRDKLVF
DIYNIDGNDLLTRKSILEVLHTLEGVTVPSPELLAWLDEVLPVVVPPPQQLLLQPSQAQTTAQHSSSNLSSSGAPVNGSS
EKLLGDELNASSDKPTRRSSSSTRHSSNSSSATPLPEVAASSVAAAAGSGDDELDEEALPPRSHLTKSASNTSHPTPLDA
QSASHNTRASTGALSSSAGAQPAAAAAGVRIGQFSAFVSEPKNRHATPLISWLNQVSSSSSSSSSSSDTSLSTTFSSPSD
STPLPLVPTLYQSLAAVTKFSEPAIRELERRFYDCCTRFGRMDAATFRSVLSPPLPEPLCNSLFRLLDDNKDNLINFRDL
VCGLSVCCRGSPSAKLEFLFKMFDLDGDGRLSRNEFVELVKTVETMEDRVIDVKPDGAMRLGLEGPPQLEVDLVAYGASA
IKAATSIVSLSTADNQPVSASTSESHGGEATTAATSASLSESISQSASDPNAGSGVEAIGEAADRIVRRAEHEFAESDAD
HDGYLTIADFVAWAEHNPLATQCLDTVWQVSHLSLGLRPDSREQEAQLMVQWMAQERSRPLVPGARVYLIPRSWWLAWKR
YVGCELPDSLLLVENLVPLAQQAPATHGSSNVSSAIATATATTASTPAPTTISTLNTPGLGLADPFSVSTTSLNAQSGGG
AGANASSSSRTSSMSSNNTVRSSRTSSVAGALSPAVHVASGPAPPPGPIDCLPLVISSDSRKNAHSMFGPLLKPGLVKNR
QFVYLTEKIWNLFSSWYTCPTEVARPIVADPSGQGVRVDLYPISIQFFKHQLSQPWTQTLLSSMPSVSPSSIGSSSSSSS
YNHANHNPSNADYRRRHAFHLAVNRTMSVKELIEYLGSKLRSVTFKDCRLPTLMDATDIRLWLVPPASVNSLASSSASQR
PATTASGQPLLTALPSADPSSTSGDQPDGQATTSAASPDDGTADDTAADDEPSQSADDTSVAKADERAEPADSISNSAPT
PAPVAVAPAPSPRALPLAYANAPLVVAPPLPLASQNGMIFLDDTAMTLDQLGVADGATLVVEIRASDKSWPEDVMARKAA
ATGDASRASGSTSSSSATASSTAAASSKLPEEKGLTGLHNLGNTCFLNSALQCVNNTQPLTQYFLNGLHTYEFNVNNPIG
MKGEVAKQYAALVQQVWAGTSTSVSPAKLRSTIAKYEPRFSSFQQHDAQEFLAFLLDGLHEDLNRVLSKPYVELKDCEDG
TPDEIVAAQWWDNHFKRNRSIIVDLFHGQLKSQVRCQTCNHISVSFDPFTFLSLPLPVEHDIFMETVLLRADGSPPSRYG
ITLDSGNQYSHLKASLAKLANIEEVESIALAEVSNSAVLRFLNDSDEIRPINRGQLVAYHVPGIRMTSAIPVFKLRSRPS
SIVIEGPSSLAAAADDQKRASGSESNEGGDVEEPTADEASVSHPVVAGSGIFDEALADTAALLPEERPTTGEDTLTPPQQ
QHASTEPAAPAPATPAAPVVPVRSHSNSRPSSQGKSQGIISRILNAFGGGSDNGRTSDTNTLKPGMGLHFPLFPPVLPSQ
HCIVIVHRRVLPSKLFYLQPLRATLFNLPSIIKRDAGMTVGDLYQRVHSLVKRFILRTSMAASLVADFRGKQSSTAEGSS
STSAAVLGDGLFVLRRVDHTGLVCGRCPWYQFCTGCDLTDPDQPMFGINYVAIDWNPVALHLVYSNEEEMKCLDHPSIAE
HKRSQDETISLDDCLKAFTKEEDLGANDLWYCPKCKDFRKASKKMDIFKLPPILVIHLKRFQFVSGRWSKSQKLVQFPEH
NFDAGSLAVSSAPFVSTFVARDSSAAAAATTAPPKTATPEGAAEPAQSSDTFQPSPESNGDATPANKALHAEASTLDSPS
ATLTPTNGHHHSNGHLPSSAASSTPPPEAPSRYDLYAVSNHMGALGGGHYIANAKHSNGKWYTFNDSICKPAAQESIHSP
AAYVLFYQRQGLDISSFLPVIENGRAVVQVDDGEEVVPRPQNRCTIS*                                
>Cowc_CAOG_07320                                                                
MGNSASRVEKTLGQAVPEHERYFGLENFGNTCYCNSVLQALYFCQPFRDGIRERIQSHLAATGGGLTPTPTTSTAMMTTG
PIGLATNSPTTTSQAAVAPVPQEETLMSCLCDLFGSIAAQKRRTGVMAPRKFVARLRKENELFRGYMHQDAHEFFNYLVN
TLVELLQREIKDARQLQQASRKSSAASGSAAAAAAPTSSSAPTAKEIKTWVHDIFEGTLTNETKCLTCESVSSKDESFLD
LSIDIEQHSSITSCLRNFSATETLQSDQKYFCEQCCALQEAQKRMRVKKLPKVLALHLKRFKYIEELQRYRKLHHRVAFP
LELRLFETSDEDSAFYDLVSIVVHVGSGPNRGHYIAIVKSHGYWLSFDDDYVDLVEESNLQLYFGSTLDRNDQQSSECGY
ILFYEARSVDKNSGAAPTAEAAAQATVSAPPSASKQSAPFPSEPQQEGIAV*                            
>Cowc_CAOG_07536                                                                
MAKAADQTVFSVKLERAEITSGSQCKVVLQASVRLEATVSQIYLKITQRNPKSAESVEKVDLTHEACMFSVHEGPVVYVK
WTSQLSQVTRTFKCSFAGCDQSLKQAELFRSFCKNLSNLFAPDLPTKALSEFNKLLHSSEPPQKSILQSWSVPSLPQAGR
SVQLDGSFGVLRDENRRPSSNGQAVVSPKSTGYRQVVATACSPSSPMTTSLNYAPTNRLFHSNFPSSNRSLRDSTPSAST
SISAAPPLTPSKPLTPSQFFSPPSSRPGYSPFSSTNYSPTTATSSLTFSSPTKTFTRNGDDKIGLENQGNDCYLNAMLQA
LLHLPLCIQSIEHAYQDLNSSDSQQRPLTRAMLKLVRKLHPSALEVHLPKRDAAIEAASSAAVKMRVGDRYPSFGTSRQQ



DAHELLTHVLTMLEYELSPLRAAQASTISARTPASDEAAAATSTPAHSTVLEQQPSEGGSSVEFIASDTPSLHSYQSKPT
RRRLENDDLGDGDLPALASIILQTDPSVVKAQSPAAQLPAASSSSALPNAQTDPDNPIKRIFSGLERQELECLSCKRLSE
STEEFYCLSLELPGPLEAFTAKPSLDSLLHKHFTPHKVERTCEHCGFKTANRTRRILRFPNVLAIHLMRFRNNLSKLTTP
VNLGLAVCADNVAHSKATHSQPLILPSVPEPPTPVKRVRNSGAEEQAGDTSASKRSKVDSDNLSEMTEEEQVQFVMAQSI
KEAEQQREKEEQELREATIASCISAAQDDIMLLDDDSLLEMPLPGPSASVGSTGAERFKYRLVSVVHHHGGSIQKGHYTS
HVLDFHAGRWYECNDERVTPVPLQAPLMQTSNMYMCFFVTPDIFQRAMQRGNAQRHAELVAKQEDDASDGLDVAPASNPT
SRVSPDFKATAKPSPGSSTKFATTTSSKPVLEAATRVFGPAERQYTR*                                
>Cowc_CAOG_08488                                                                
TIANRTVPVVFRQRFSACDGKTLPYRLVLTNMYGSNCSRCPYNAYCTGCTVPGQRSFMRKLQRDQKQALLAAGDDAASSA
AEEAVAPVDENDADADADAEDEAGDELVQLRSSEAIVIEWLTCDFYHSETANRVVNFAERNGAAAGDAAAAADDATLTLE
KCFAAFTTEENLGPNDHWFCPNCKDLQPAAKQFHLWKLPDVVVVHLKRFQYSKSWRDKIEANIHYPMRGLNLAPFVAAEA
QLHNEPDTMLYDLVGVVNHFGGMSGGHYTAFALHAPTNQWYNYNDSHCSKAQPHEVVNSEAYVLFYQRRHCASAVNLDLL
RTTDASPLADPPVSSAVDAQPSSSSSSAPSLHAAAFSSALPDDGEVLTYPPRTTGSSLHEAAIAAALHDDGEVLTYPRKS
LVIPYDPWAPADGPTIPLQSSDGLALTGSPPALFDDDFYTSSANFAPESSSALSSASSALPKQETEEIAVYENNGDVDGN
ATTTTTHIRLEYSDDESDQEEREREGELEPPLIDTSGYSRLGGNDDDVHSESDTEQQDAAAADDDDDGTNQIAEQNESVG
FRYLKSQVSLQDLHPEELEAVQEFKRREEAEQVVFPVQEVALDPSQQAELQAMSDALSK*                    
>Cowc_CAOG_08489                                                                
MESSWALVNAATAAENAAAGTSTNSIGEDGTWTNISSVSGAFSVALGVSVVASTASSPAEPVSVSVTSTAADASGSLSAD
SATIVEDASIHTIKSPHARIPTSAAAQESLGACSPAPSSVSALATGPGSSAVSVAGSTSAGINSWATLSPDDVTAWVANG
RFQPVSASAGGQLASAASSSSSPPTGGAHADGDSVAGDSLTDTAWGHSDRTLQHRRESPVVDYADYEFGDDDLMDNAALL
QEGTFKTHVGISSHVTYSQASRRLSSSSSSSSSSSSSSSRSSRSSTGSFESKPYLDSHRVYHDVTGEALGRLPTRSPSSV
PSSPKEDGGWEAFLTPQTRHLQPGEADLDDFNDLGRNRTAVPPPRPVAATTTTTTAASKAGKNRSLLDDDDDFGIPSIAS
MFEEPTNYASTSSRTIPYWRDENEVARAGRGVGGLAGLRNLGNTCFMNSGLQCLSNIAPLTSYFVSNAFVDHINRDNPLG
LKGKMADEYGALIRELWSGKFDCVAPNSFKKALGSFATQFAGYSQQDSQEFLAFLLDGLHEDLNRVLKKPYVEKVESTST
DNLEEVAQEAWRRHLLRNQSVVVDLFQGQFKSTVICTTCNKVSITFDPFMYVSVPVPVSNERVIVTHFVPRDTQLPVVRM
NVTVPKTANLPILRAKMGEMLKVPSSSLVVVDHFKSYVFRVLADDMDVREISESDEIVVYESLPPVDLPAADPAPQNLTN
KDAASPSPLPAPERAPGMHPELYSGIGFNSVVTTTEADHNVALETVDAIVDAIVAVGATGDKGKALEADPPVYVADEGVV
PAAAAAAAAANTSAPTPVAAAPVLPPAKEPAYLPNGKRICKICWEEKYDRDLMQHLIPSCRELFCKNCAEDYAERVFLDA
RMKLNALKRDKKASRERKRMEAQARLEERQRMSEVGETVKVIVDSLDGDETTVLECDPLSVPVMFGAATPSATTSAANAD
LDDDDDDDDDFDTPIARFGCGRHGPFLAQPARRTLTPSRSRTSPSRNALLLVHALFQPSLCSCNHPAQPWAPASPERQA 
>Cowc_CAOG_09153                                                                
MALHNGNAMGGSPFPTSHKHMKFNSAEPALLQRQREDMQIDDRLAANRVMQAHQRRLDFVRPSKPDTAMDALRKLYAPIN
DQPHGSQAQTQGQSTHHAHQPHKPPAATATAKQQQPHAGKGMAGSNGAPVNGHLSAPKQNGKPNGAAQPARVQSPGSGAK
AAAAAAAAAHTTTASTTTSATTSAGGLPWWWPSDGISPPDQLKTLFPPEIVLKHLKWHSTFPIGSGLSNMGNTCFLNSVL
QCLTYTPPLASYALSGAHSQACRLPEICMCCELEQHIRRALVHRGNIAPKPIIRQLRKIGSFRLGHQEDAHEFLRCLMES
VQQSILKSFGGEKRIAHRVQETTLVHQMLGGYSNSRVHCTNCKANSDTYEAFLDLSLDIGNCASVADALAKYTVIERLEK
NAYNCEKCKRKVTATKQTSIHRAPNVLSLHLKRFDFLRSHNAKINRPIRFDEELDLSPFMSKGLPQQNLRYRLYAVLVHA
GHSCHSGHYYCYVRNSDNQWYEMNDSHVSRTSVNNVLRQQAYILFYTRVDAASTFKASAAAQATASQPAPATHVSSKAAA
SPASPASPAPTTVASNAATSQAVAAPMDTDSGDDLGRPIDRSKIKLQIAASTPAASPKPNAEIVPLPQRLPSWLTQPTPP
ASPGSKMPALVALDNIFEIEEFAPSRSPPPSEDPALAGERNDMGWNVSTSDEQLDKFWVEAIKQRRAEVGIEDSDAEEAD
DDEADDFWSRLQPFHCTPNHLWTEEAQVKLFEKLELEYVAAQRQLEQLRRRQDDDDDSDDEDDEDDEDSDDEDDENDEED
EDEEDEEDEDDDDEEEEEDDDEIGAPSMPAPKSQPKATTPFQGASVIAAAAAAAVPAVNLNKQPATTADQPRNGTSAKRG
LSEMMAVAKAPATSNKDESEVSEDDEPVHVAKKPHALESSAAPAPARGMLSASAPKPASKQLPPQDLLDHLHERSFDRLG
QDVRTWGDTPNNTDNSIGFGMKKRMKYSQMDREIDKGRVKKVKTHKREQEQEQTDQPAVNPFQAQFELSKSHKAHAAQSG
RRVDDDHGSSRGGRGGRGGFRAGRGGGRGGGRGGRGGRGGGRGGGRGGRGGRGGRS*                       
>Mvib_comp248_c0_seq1_fr4                                                       
LIYDLVAVPNHVGSAPTPGHYVARVRSDGRGNWIIYNDSTVTIEPANTVMVDEEDSLAHDAKIACALSDNLSSPGSTSLP
ARSHKRGKKAATSSSTPRMLSSKEAYMLVYVRRKSSFASTPVVDSVEGMSNWLQDVLRMDKKWTDATHAKWLASKHMHA 
>Mvib_comp4707_c0_seq1_fr4                                                      
PWSPGFGHRVPPRRPSRRVDTVPPMRKLLFHIFNDDYSKKKLLATDVVEAKPNSRYMCEWDASLKDKLSALPLPDVVEDA
SVAEAKARRSSSVSVHDCIERALVEEQLDDDNMWYCSQCKEHRRAFKKFDIWTLPRVLVIALKRFSYSTYRRSKINSPVD
FPLRGLDMSRYLSGPRTDAQGRPVPTVYDLQAISNHYGGLGGGHYTACARNGSQWYNFDDSYTTKLSEADVRARDACGAA
YVLVYVLRDEEQEAFDRKRGEEEEAEAASVGEDTGRDMDTSDDDDFGDSRNTLHSPQGASTTTTTTATTSSTAASTAVAS
SPLSSVATGGAPAVHTVPPYEDDDDSDDDDLTHPTLVHFPSANTHGTTTTTTTTTTAPAAPMDTIRATPADDDDDE    
>Mvib_comp8027_c0_seq1_fr4                                                      
PLPPPSPLPMPSSPPASTAAATPSTIVSTTRAPAVTPGCTGLANLGNTCFLNSAVQSICHAPPFVTYFRRQLHSYEYNLN
NPMGMNGHIAMEFGELCNSLWSGSQVCVTPARMRSTIIRYASQFAGTEQHDPQELMSFL                     
>Mvib_comp8230_c1_seq1_fr4                                                      
RSFINCFNELMNEREAIVKSCDVCGATHAFTKTTRLHRYPNVLFVGLKRFAADADDGVFFRKTTTAVQFPVAQLDLSEFS
SKARKEH                                                                         
>Mvib_comp8570_c1_seq1_fr4                                                      
KPIDRLPIYKAPSTSRQRSTQVTSRPGLYSGSNKPVSSISRFDSRWVSSHFTSSDPGLRNLGNTCYQNSILQALMALEPF



IQSLHSPRLASSTPLTANNTLYHAMVDLANSRAS                                              
>Mvib_comp9562_c0_seq1_fr4                                                      
QQDCSEYMRFLLDRMSEEELASTRGGEEKDTLRTGEEDECVDSAPLTSMFDGEWTYVCRCETCASESRVSEGFRDITVPI
QCEEQTASTSVQSLLDATLVPETLDGANAYACVQCGSPQPAKRIPTVSRTPDCLVLTLGRFAYSPTSQRTSKITDSVSLS
RSLELYGRTYKLAAIVVHSGDSLHHGHYYSYVCNGSDGNDNAWLLCNDDRVSPSSYAAVERACTAFPRDSPYVLVYVAPG
SREAPLTLADIADPVLRAQVNADNTTALLEQRTRTAPVTRTP                                      
>Mvib_comp9562_c1_seq1_fr4                                                      
SHSTSAQQALLDATVSMAACTHSEILSARAGVGIGTHPAAAPGLANLGNTCFGNSILQALFHATPLLARRLLSLTTTST 
>Mvib_comp10763_c0_seq1_fr4                                                     
VAY*TREVMSPTGGSSNYLGALLAPKRESGSSSTAEGGTAPPSVVEAPPIAFGTLTVAEIRAIVRGKATQLVRFAPTCRR
VSVHRNDAQQDTAETAVVPAAVTCAPTSRVHPEIVVDLSRKWHVQVRGFTNTGIVCYMNAVLQSLLACHAFVNLIENISW
HEPSLVNGDTPVLNSICMLLGEFNLTPVGQRSDSRSTSGGAGGSLCPSYVHDQWYVSERHDVERARQQDAEEFLTFLLES
MNRELSQVVKERSLRVRVAGDVNEFLACDKGGRGTSGEADADVDGQHSSGDGAAQDNVLNACSNNNANDDDDNDSGGEWA
EVGKGNVRSVKRSLKSDTSPISTLFGGLLRSEIRAARTSSVMVEPFVTVPLDIVAEQVLSVEDALARLVESESIDGFACE
RSHMPVRATKTLSFERLPPVLVLHLKRFVYTDAYGSQKVTKRIRYAHRLETPLEWLSMPLRLLTVSTSNAHAASVSVDTK
KKKTKKAETSRSGGACSTSTSSSGAGVGARTAPPLALQLPVPAAPSPVRSPRALNQYHLSSVVYHHGTRLAGGHYTCDVR
RSDGCWLCIDDEHISHISADDVLTHVPGRDAYLLFYTR**VLLFHTLYIFFIKMYHH                       
>Mvib_comp12644_c0_seq1_fr4                                                     
APRKEGEPLAAAAAAVRAGAEEEEAAAAAETAPDTEHTPTPLSADELLIDALDSVFPSTTTITTPSTPAHSNTPTSIDAH
ALFEALNRTSHNKVLILDVRSSPLYCRGRVKCRRSLNIPPAMLQAGATTADCEAALVTQKAMDLFHSRDQMDLIVIVDEP
SSTSDALLLTQPSSPVTVLHDALFKWCASCPLAQPPRVLTGGYHEWSRLYPSFCVARTTKELPDETELAASAALDTASYP
ASNTLLNEDDSTPAHTQPDERKPTESAPASSSALKSGLRRKKSVSWGPDRDLVEEVEQKRRKEEEERAEAERRLLMEQEQ
QQHYEEEEIRKEVDVPESHGTEDRASSIDIVAAASAEPPALPSAPKPLMSAHSMPSSSAQTVPTSPVPSINRNAKPIPSS
STAPVSSPPPTRPPPSQPPTTTLTPASPPPVNRTVKPALQPSRPPPATQPSRPAHPPPPPQQPKPTTITDPTIATTATVA
PSMLALAPSSMGDTLRGITGLRNLGNSCFMSAIVQCLSATLPFTLYFVKGHSVRDLSEHNRDRKRSGRLAMAFGDLLRLL
WSGQYDVVTPIELKNVLARYWPQFAGYQQQDSQEFMGFLLDSLNDELNIATAPPPTVPSDNDDDVHAPRLPPEKEAELAW
AAHRAREESIIVDCFQGQYCSTLQCLTCNHKSTTFSPYTFLTLPLPPHRQSTTVSLDDCIRAYTQRETIDDWRCPRCKVP
RSATKLLQIWSTPPVLLISLKRFFHTATHMDKIETLVNFPISDFHVENHAIGPRRKTPYQLFGVTNHYGTAEGGHYTAFT
FNVYANRWYLYDDHCVTPMSDRKIQTNAAYVLCYHCVDFQKYGRLMFQ*SHFHCIINEKIPLPLKNNTIYSLSL*KKKSL
SLS                                                                             
>Mvib_comp12894_c2_seq1_fr4                                                     
CVRAACEPLAQYLLECRASVPVADNMASAFAQLLQTMYNASSSQSHVAPHALLTALRRANPMFRGLQQQDSQEFLRCILD
QCHENLVVARGSDGRSIISDVFSGILRSQITCFKCKKTSVKDDSFYDLSVPIPSKKMRAKLAAAASAEEKVGNGGGGSNG
TGGGGGR                                                                         
>Mvib_comp13015_c0_seq1_fr4                                                     
FYLRPTC*RRF*GLRWGEDHLKLTGCLARHRKALEFLDWKISATLAMRILCCRRSIRAIHSVHTSYSIVVWKRTRTTTRC
*GDSASCLKRSKIKRKRRVSSPLANLLAKCARRTPFLVDICIR*VKMV*S*RVKDSN*EKENRELYDIIILLLLLL*VLL
LLVVVLIIIVCV*DAHEFLNYVLNSISELLEKREKEKIERKGSKGVGTASVDRGDTPPKPKTWVHNIFAGVLSTETTCLN
CECVSTRDEEFLDLSIDISPNASISGCLRQFSELEVMRGDQKYHCDSCNSLQEATRGMRVKALPTVLALHLKRFKYMEHL
QRHQKLHSRVVFPRELRLFTTTGHATRDDRMYDLLAVVVHVGAGPSHGHYVALVRMWQTPHWIVFDDDVVRLVDASAIDE
FFGSPDVASARGTSTGYILFYQTRPGAVGDAVPVYPSP                                          
>Mvib_comp13060_c0_seq1_fr4                                                     
PRAEAPPPSQLGIRPRMFKTLVGKGHPEFSTVKQQDAAEFYQHLLTLIEREEHRVRSALPNPAQAYAYTVEERVECATSH
AVRYAHHTDNILAVPIPMEAATNLVEVREYEEAKKAMTSTQTHTQNDEPVIPKVPHTACLAALAATETVPDFYSSAIKGR
TSALKTTRLATMPRVLVLQLRRFYVAEDWTPRKLDVSVDMPLELDLENLRGTGLVEGETELPENEEGAGAAEAATAFVMD
EAAVAQLASMGFAEEGCKRAVYATRTSGGGVEAAMQWVMEHMGDADFADPFVVPGSAAPASGAIPEPLIEQICALGFPRV
RAIKALKSTGNNAERAVDWIFSHMDEPDDANDDDDDNNTNDNADVAGGDAAGCDDGKGLYRLRALISHMGKSTLVGHYVC
HVRTTAQDGSDRWILFNDEKVEVSRAPPLDLAYLYVYERV*KRMKRNAGIWTQGKKK                       
>Mvib_comp13060_c1_seq1_fr4                                                     
IVFEGGFAADAKSVEYDDHNALVVHGTGVRVALPSDLLPGALRRAIDGVMQADSASKSDALASWVAEPLKVSKHAETLKQ
LDNGVKVPPTGLKCSRCELTQNLWLNLTDGTLLCGRKYADGSGGNGHALDFYNDTKYPLAVKLGTITAEGTADVYSYDED
DMVLVPRLAQYLEHWGINVASQVKTEKTMAELDLEANTRYEWSRLTESGSKLEAARGPGLTGVDNLGNSCYLNSVVQALF
ASEPMRARYCGDAARDIRAHADPLQGANDFTVQMSKLGEALVSGEYSVPSPVAVARG                       
>Mvib_comp14275_c2_seq4_fr4                                                     
DAVKVVGTESYATGDAAVAEKVDPLKWMEKFSDDEEVARGELVWEVEGLDHSENKIYSSDVIIDGDPWRLMAFPRGNRVN
QHSEFSLFIERKDKEKAPRGWQKFVQFQIRAISSTGEHFAKEADHRFTVAECDWGFSKFMLHTDLLMKSKGFLNSGKFRF
EATVRVLKGTSLLWGAYSTWDSRRETGFVGLQNQGATCYMNSLLQTLYMTGAFRKLVYNMPVTSAKEDKLNVALALQRVF
YELQNADDSVSTTQLTKSFGWASIDAFMQHDVEELSRVLIDNIEAKLKGTEQEKAISQLFQGHFYNYIRCVNVEYTSSRE
EAFYDIQLNVKGMKTLERAFEDYVQEETMDGENQYDAGEHGKQDAKKGVCFKQLPPILHLHLKRFDYDWNNDAQVKINDR
LEFPEEINLDRFLKESDPDHPADYSLHAVLVHAGDVHGGHYVVFLRPGAPGSEKGNTWLKFDDDRVSRARKEDAIDGNFG
VDPEPENGAATTNMTGGLRTYSVAPRLSRRVSNAYMLVYYRKETIAECMPYPSGEDIPEEVRERFTLELQNHENMLRERE
QEQFFTRVHVLTDEQAKLHTGFDLFDATSVNSNKPANWTGHNIRIKRDATIADLKAEIATLTQVPVDQQRLWSFVGRENG



TTRPETLLDKDTDSIESVSSTMGDERAFAVYAELGTRDESSGGGG                                   
>Mvib_comp14656_c2_seq1_fr4                                                     
DDDDDDDQDDDDSERGLPIIGPGLPTHLSFAAVAAQNVAQSSAATTTTTTTTSSMMARQTGGRNPFAVTFEDDPVDNYSR
AVAKRGGVTRRMDSDSESVVDVPDISPDELALIMDENSLRCVPVYFSESSFPQPTGRPNVLSWVGPMTAANIWRAVRACI
DGLVPDTRFRVLHSDTYGSSCGTCSRSSSCRGCPIVDEATPFAMGNDDSVVIEWASRKISERMRKIVVDVEGVFPPPKSG
EKTEEEGGSEEEAEVLEEEEDEDDDDDADPITPRYTSSWSSSGYRNGYGWREPDRPPVQLKRCLKAFTEEETLSDTECWY
CPQCKEHQDATKQMEIWRAPPVLVVHLKRFLYESGARVRIGEKIEENVQFPLRSLDFGPYLSDGSPYRDSAVYECFGVVN
HSGSLGSGHYTAYCKRGKRWYMFDDSRTYRVAASEVVSPRAYVLFFRRKETAWDMGEISRRLIAPESSASDDEQEDELEA
KKRSIQVLVPVSQQIVSLPRAGESNSSASASVDEGVCLKSQGTAVDVVPEPRESDGEGDGDDSPGKEETEETEDEEASEA
AETEDEEASEAAETEEVEEPTTNDDRGHLC*IVQHFFVTQMYNMKFE*PTYVLQ***NNFV                   
>Mvib_comp15759_c1_seq1_fr4                                                     
LLLLK*FKFAVMSTIKVNVKWGKQKLSDVEVDLDEPGLVFKAQLFALTGVAPERQKVMVKGGTLKDEADLKTLNLKPGQT
LMMMGTVGELLQAPTQATKFVEDMSEKELAIATKEPSGLENLGNSCYMNASLQCLRKIEPLRHAISQFKGALSFDQESNL
VWALRDLLRDMERGGSVQPLRFFGMLHSLHPPFAEMGNGGLQQQDAQECFNLFLRTLSSRLPALFPGGTNVVEEFMTGRF
ATERVCDEEGSDEREVTSETFNMLSCHISVEVNHLLAGLRNGLDEKITKHSAVLDRDAVFVRQSRISRLPAFLTVQEVRF
CWKGNVSAKILRDVKYGAVLDTYTLCTPELQAKLVPMRDRFKAYDDAQLILAQRAKGLRKGKGAAPMETDESTESSLYSF
GNENETNKTPPPYSFEDDIGSNNSGLYELTAVLTHKGRSSNSGHYVGWARNKGDHWLKYDDDTVSNATTDDVLRLSGGGD
WHIAYLLMYAPRQLPSDEADVLERAAVIEKELEAEKARLEAEEAAAKNTNAKRVI*TLVHFLFSH*EL****I       
>Mvib_comp79470_c0_seq1_fr4                                                     
RWWGELATEIRCLTCESTTETRECFLDLSIDVEANSSIASCLWSYSQSEMLCHKDKFYCDTCAGLQEAERMMKIKKLPPV
LALHLKRFKYMENQQKYVKLMHRVMFPTELRLFNPSNDTIDSTDQMYDLFAIVVHIGSSP                    
>Mvib_comp169460_c0_seq1_fr4                                                    
SPPTNGTLEEPVDKPASWVHALFEGILTNETKCLTCETVTSRDEAFLDLSVDVEPNSSLSSCLRNFSKSETLCQKNKFFC
DTCRSLQEAQKRMKVKKTPNILAVHLKRFKYQEKLQRYIK                                        
>Mvib_comp906_c0_seq1_fr5                                                       
INLGNTCYLNVVVQCLSIAPTFAEWFLQENYIDDINTVSRMGSNGALARVFANLLIELRQGSCSSSGGGGGGG       
>Mvib_comp988_c0_seq1_fr5                                                       
VDNDECEMTTVASPEPALLPIPCSGLSNLGTTCFVNVLVQLLSRLPRLSNALDHLLSVHGEALRARYPVVHALAP     
>Mvib_comp3068_c0_seq1_fr5                                                      
GGGLVAVLPPEFRKAVGDLRAEFASSSQQDCQEFLALLLDGLHEDLNRVNVRPYIERTDSNGRADAEVAREHWEQHVARD
NSIVVDTLQGLYRSALTCPCDFSSVAFDPFMYLTLQIPDSNYRTQYVTFIQPTGRTQRLGHRINRNNRGIKLRKFVASCC
PTMPPRSTILLLLVVQGGVKHVLTDDDCLFELDKLAGDTHYDLVAYVVDRTLCHLPVIHRYAPIGFECSLCRQQRSDTVR
TSSCAGCYQACYCSRDCQREHWAEHKALCRPRIITTTLPSVISYDPSRADTYTVSELHALANETAGVSLLSDFYENLDAV
VVAKVRPCRLDGGKLSTTPALRAWEDDEAVVDVSSVEALAIDWSLEPEKFFQLEQMIIKQRESIRDHSSIKTTVHCEAKH
STSLVKCLEHFQKPDLLCDKDAWNCPGCKSPQPATKTMSVWRFPPVLIIHLKRFVFTGERRIKVDTPVSFPLNNLDLNRF
EHGLDDGAGPAVYDCFGVCNHHERFSMLHDRLTGHYTAFMRPGMSSEWLSFDDTKVSVMQPHEVQSAAAYVLFYSRRTVK
T*ASERERDRRERDVVIERSKCDGERESG*ERRRKREKKKKKE                                     
>Mvib_comp3068_c0_seq2_fr5                                                      
SSSSSPSSSEWLSFDDTKVSVMQPHEVQSAAAYVLFYSRRTVKT*ASERERDRRERDVVIERSKCDGERESG*ERRRKRE
KKKKKE                                                                          
>Mvib_comp3602_c0_seq1_fr5                                                      
QGRRG*IKTTDFYKHIFNF*SLLLMPPRGLVNLGQTCFFNAVAQALASNRSFCAYAATASRLPSASPLARCFATLLADLN
DNDATSSLRPALLLDLMHQEKHTPHDALELLEWLLLNLLEAGRAPERGLASLLDGRTAKPSVSRTALASLGEKFLPTVKA
RRSTKAPLPPPPASCPLPPTSPSVLSASASIVHVCSPKQQPLTVQPTSSSSLTPFHSLISTQQECLRCHHRTAYALTPCA
VVQIRINMKPATNTTIAVSLKDALADAFASNLVFDARCDHCGDPTTTTTLAQRRSLERPPASLCLHVQRLEWANGQVYKD
RRLIALESPLIKIAHRHYRLSAIVIHIGNGSDNGHFVTYRSDAKGDWFCCSDEIITPIEWARVSLSEAYLLFFDRVVV*I
ILYPTSLYTLMRLCLLADF                                                             
>Mvib_comp8027_c2_seq1_fr5                                                      
PRELMSFLLDGLHEDLNRVTVKPYKELADSDGRPDDQVAAEWWENHTARNRSIVVDCFHGQLRSRVRCNECDFENVTFDP
FTFLTLPLPVDLDVFLEAVIVHLPDDNTRPVPMRYSVRRAFRGPYA                                  
>Mvib_comp8116_c1_seq1_fr5                                                      
PVFCLFETSIAMTERGLTNGRGENNCFLNSVTQALYHVKAFRREFDRDPDHTCANQDPSTPANCVFCALKILFTQMDHSA
ESAVSPEVLRSALASLYEPSHRFQLNEMSDAAECFDAVLRCLHRELGRVSDDDRPCAPTCTAHTVFGFTMVDQITCAACK
ATSEPVIFQQYAQYLSATLLREGHKKNESMRTVWQRSLADSGFSCPSSCASAASKLGTSRRSLISAPKVFTLGLIWESNQ
SSVTDIVGTLEAIEPCLDVKSIFSDEPPSSSSYSSSDMYSVEVVVCYYGLHYVAFFYSHAKRRWVLVDDAMVVPCNRTWL
GLLKELAKAHYQPLLLMYSVGKHDGADANAPIAYSSSSRRRYAAPQDTYGSSSSSSSGWGMSRLGSIVSSARSSSQPLTS
TVYPVVSGSDRQHITDTYTSSASTHHDDDRSNSRSSQRPLFPTMDTPLYCSEDEDEDE                      
>Mvib_comp8230_c0_seq1_fr5                                                      
EKALYNLHGAVLHRGMGLEGGHYVAIVRDGEEHARTPPTAQESSRWRLYDDNYTRLVSVECLQSASTQREVYMLVYIRRG
R*MRKYQNV*KI*LIIFNNKL*KIQ*Y****E                                                
>Mvib_comp8490_c0_seq1_fr5                                                      
PRAQETLAPLPEIIPKDSLMECLAHFCKAELLDGSEAIYCDKCSGASEKGGGAKEKDDEGSEDAVEEEGKAENVKVKRAA



TKQILLSQLPRVLVLHVNRFVAQRGRLSKSSRHVSFPEELSLGPFCRADTTGAVEYDLFGIVEHSGSLMG          
>Mvib_comp8570_c0_seq1_fr5                                                      
DSGSTIFSSVLDPSRIKRAVEATARQFANAQQQDAHEFLVHFLDIIEDEIKRYVLHAKQLPDGRHDLSAVTGDAIQSLYE
VSPTAHNFQSIVEHHLKCFACDTTSTRRELMRDFSLDIPPDQSNHSLLSLLRNFFATHAVEYRCEEES            
>Mvib_comp9795_c0_seq1_fr5                                                      
PTGQKSDPAAAMTPPLPGGGESGDNGGAPTAASDLFVTVPRKGNKGLLHNVTHLFKSSASSTATANNTITNSATAPKGVG
STSTIMQGHPRMPRAPVSDTITCVHRTVSRQPAHYLHPVHTILFGLPIVLHVGSLRTPADLYVAVWSYVRRFVRPPMRTS
PSMPDTHPFPSDASASVLTQVYSAERPPFILRLVDATGHRCAVCSWERRCNGCGLSAQDTTSALKLTSGFIAIDWHTRAF
HLRYSSALEKHTVDHELVAIHLKEQGEAITLNQCLDAFMKDEQLGEDEVWRCPKCADFRRPFKQMTLWKLPPVLIIQLKR
FQLVHGRWVKAQKKIAFPSTGLALAHGNAAESTETVYDLSSVVHHTGIMGGGHCTTQARVDGDWKMFNDSRVMDCDPPGL
TPAQLARLSFDGNATLTDSSDSTESLSALASSAAYVLCYTAHAADIDALMPVLDDTAEVRKVPTSDGRRSANNSNCVVQ*
THHLHAYNITDNAIGALFPK                                                            
>Mvib_comp10491_c0_seq1_fr5                                                     
GMSAQASNFLRAFRTIQQANALGLIMADDFQARRANMPRLVPNFVRFLLQKLHQETTPATGAEEASLAFRIFGGRSNYQS
RCQSCGSTDSRTSPHFLVDMVLPSDVPTNQLKQHTFATMMTQSLRREQTTKAWCQPCGKYQVTAQLKTLVCLPDVLPLAF
VLDKESDLNFWAQKNESVVTAQRERQEAERRGKSKRVGVSAAGGSPPPPETHKSTSQTHAKKKSDAVHSWVPLGLRIVLF
ERGTETVEEYHSEEEVNAAAEQERVRASEAATTGGTDGIKQCVVYRLKSCVATVKDHHCGGNLVEIVRMDSAYHERAGVP
QEKRSEWYLFNDFLIEPVSVRDALLFDVTWIVPCLFTYERVGIADDPQWARAPRSPIDNTVFGRPPLNPARAVLSCVPLR
SEEFPLGADNTVAIDAEFVALQHEDMDIRSDGTRNTLKLAQMACARVTVLRGWPLATDNADCVPFVDDYIHNSEQIADYL
TKYSGISPGDLDINVSTKHVTSLKDMYIKLRCLVDAGVVFVGHGVAKDFRVINLRVPATQVKDTVELYRLGKRKVSLRFL
AWAVLGLDVQSGDHDSIEDSRASLLLYRKYLELERDNKLTALMTSVYERGRKLNWRAPHWEK*LYNSS*LASCKKKKKK 
>Mvib_comp10491_c1_seq1_fr5                                                     
KRARRKEIKYSRLGLEEFDFGKYNKTSFRGLEPHIQNAYCNAILLALYHIAPVAVLFQEHLCDSEFCLSCELGFLFHMLA
APPCPADGGVGMSAQARNFPRAFRPIQ                                                     
>Mvib_comp11314_c2_seq1_fr5                                                     
DDDDDDDTSSADEVIALSPSVRRSVGALVNDVDKMNTAIAHHRLVRMRGAFAAWAQQRPSLSGSTTTAATSIATVTGGDK
KDQSKRRRTSSRTLKEDANEPDVDEEEQLEEMVPRKRPKQNNQIINTSPLSTPFTRRPTHSMMRGYTGLRNLGNTCFMNA
TLQALSHPPAFQSDFL                                                                
>Mvib_comp11592_c1_seq1_fr5                                                     
SLELSKGVVSVDAALAKFTRKETLDKDNMYKCEGCKNKVRAEKRLTIAHAPNILTIHLKRFQWGSYGGKVSRPVQFKPEL
SLAPYMTEKSTDAPVYRLYAVLVHSGHSCNSGHYYSFVRSPKGDWFCCNDESVSRVRESTVLEQQAYLLFYSRTNPIQIS
DSAPAVLVQSTKRPKMKATVTSSSSGGGVKGSALASVVFGEGIVCAAEPDTSDEEEAAEVGQKEESPVLSRKEKKRRRKE
LKKEQKRRERMEKEQQLKGSAVEKTIQQSGRERLETKLIEKKLTEKKLIEKKVSEMKVGEIGSGMEVSEKKKKKK     
>Mvib_comp14275_c2_seq3_fr5                                                     
GRLRKFFKGRGRPAMAQTDDKSAPAGDAAVAEKVDPLKWMEKFSDDEEVARGELVWEVEGLDHSENKIYSSDVIIDGDPW
RLMAFPRGNRVNQHSEFSLFIERKDKEKAPRGWQKFVQFQIRAISSTGEHFAKEADHRFTVAECDWGFSKFMLHTDLLMK
SKGFLNSGKFRFEATVRVLKGTSLLWGAYSTWDSRRETGFVGLQNQGATCYMNSLLQTLYMTGAFRKLVYNMPVTSAKED
KLNVALALQRVFYELQNADDSVSTTQLTKSFGWASIDAFMQHDVEELSRVLIDNIEAKLKGTEQEKAISQLFQGHFYNYI
RCVNVEYTSSREEAFYDIQLNVKGMKTLERAFEDYVQEETMDGENQYDAGEHGKQDAKKGVCFKQLPPILHLHLKRFDYD
WNNDAQVKINDRLEFPEEINLDRFLKESDPDHPADYSLHAVLVHAGDVHGGHYVVFLRPGAPGSEKGNTWLKFDDDRVSR
ARKEDAIDGNFGVDPEPENGAATTNMTGGLRTYSVAPRLSRRVSNAYMLVYYRKETIAECMPYPSGEDIPEEVRERFTLE
LQNHENMLREREQEQFFTRVHVLTDEQAKLHTGFDLFDATSVNSNKPANWTGHNIRIKRDATIADLKAEIATLTQVPVDQ
QRLWSFVGRENGTTRPETLLDKDTDSIESVSSTMGDERAFAVYAELGTRDESSGGGG                       
>Mvib_comp15900_c3_seq1_fr5                                                     
GPPGPPVCKHETTRRAAFSLLKTLIVGSPDNFRLLYSRLCAHHSRAMRSVGWYYSVQFQQRASSGYVGLQNQGATCYMNS
LLQQFFMVPAFRRGLLAAKPANPDEDKGDSLLYQLQRLYSHLLESEKRAYDTRSFCNAVKDYDGQPMNCAVQMDVDEFFN
MLFDRLENAIEPSRRDLFKYHFGGKLVQQVISRDCDHISEREEPYFAIQCDVKNKKSLLESLALYCEGEMLDGDNKYHCS
KCDRKVAALKRACVQTLPRTLIVHLKRFEFDFDTLRRYKINDHIEFPEVLDMEPYTLVGIQRRDAEAAASAAAHAVGSAQ
GEPDPVAVARAQPPAAALAALPVAKGDTRFKLSGILVHTGTADSGHYYSFVREREPRFPGQPLSWYQFNDSTVEEFDADF
IADQCYGGVQSLEQWDQMQQKMVSQWAPKPYSAYMLFYERIDDTPAPATVPSDEATMSVDDTVNPLNLTPEQAAPLDPTI
RESIWKQNMAFWRDTHVFDSAYSGFLRDMLRSSITPTPESISAAVVAAFGDDGDAASAQANLDKVVSDGEDCMKDISTAY
ERPPSGDLMWDDGRPFDVMLYKIKLATYYVVETLAVSKDRTILALGEWVSMLEKYYARHLPACLWFLEMMTDENGAWIRH
MFLNCSVADVRDHFLSLVNHVVSLVRPSEVTWYHETEQVEERDEETKSIVVKTRPRSLIMRFMAAVLACVPEAPPHWRSL
DQFLLLIHKLHQQGIEEQYALLHLGAVRILVDFFLERDSPLYALRTAEEQAKVTVMGDKFTSVELKPIAEVVCELALVLL
KHERLIKQFRSANAAADTAIATENSCANNNNNNN                                              
>Mvib_comp66680_c0_seq1_fr5                                                     
KNPREEGAREEGGELGPRERTISPRHNQMDSSPISAIFSTRMRSMLKIQNQPKSSTTYQPYNSLPLDIQSPEVRDVTHAL
AHLFDKETVDGYKCTKTKQELQASKQSALEDLPPILILHLKRFVYDMQRSTTLKVHKAVTYPMNLVISKDLLSSTAQVRI
PPEGRT                                                                          
>Mvib_comp1808_c0_seq1_fr6                                                      
RVDTRLLNGNVVVKESDKFIDIPDTAVFVLDVREPGQEWSTPSLSSTNLAAKSAPVWPARMDTAITTTSTASTNTGTSTA
LARPKPLYSTAGSGSALGYGASSSSTTSSSGLSSLYGTGTSSYANRTQSPPGVTGLSNLGNTCFMNAALQCLSNTRALRD



FFINDTFVEQIN                                                                    
>Mvib_comp6215_c0_seq1_fr6                                                      
DDDDDDDTIERKTRRRLDDEFEFVDETPHGGNGTMTEEEALAHAIRASAMEVAEGEADATSDLLPASGSGGESPGTVVDE
DEGMARAIELSLAEARRAEMAALCDENDLEPNIVRDVSILDSKLEDALSEADSNTVGYLDDAFENAQQPEHRTLDTTPAP
TTTSTVSARPASFVVPPEVLAFLKEQQSSEAVVSRVAQVTARTNYRLASIVCHRGSSARNGHYVGDVYDPAAATWKLYND
A                                                                               
>Mvib_comp8394_c0_seq1_fr6                                                      
FNAISKIGTFVEFPLRISITPDQQQEQQKQCSAVPADHPRVYRLIAVVIHHGTIASGHYTAYVFRNDEWFHVDDAAVTLA
SVASVLASSAYLLFYE                                                                
>Mvib_comp8394_c1_seq1_fr6                                                      
VYDLELEHRAPTALQEPELRECINVSTRIHHSLDRTASLRGLYNLGNTCFVNSVLQSILSSTSLARYFLADKHPRQLCTT
LHTAPCLCCEP                                                                     
>Mvib_comp8394_c2_seq1_fr6                                                      
RQDSGHVSPFSTHAFLFALWSTAHHLAGYEQQDAQELYIAVMNVLHERLIPPQQHRSANSHCDCIAHDVFSGTLLSVLQC
QTCGTQSRTHELFWDVSLHVTSTQTEGPPSLESCLARFTSAESLDALFPCDHCQSPQPVRKSFSFDRLPQPA        
>Mvib_comp10262_c0_seq1_fr6                                                     
AIHSIFQGNMSVWTRIVESDLSEGADETHRASPFLYLSLDVPNAPLFSDATERSFIPQAPLPQLLDKFNGIHTTEYRTGQ
NVSVKRFLITRLPSYLILVINRFKKNNFFLEKNPTIVNFPVQGLDMAAYCTPGMSQTTYDLVANICHEGKPGSGEGVFRV
HVAHETFSVPATPDTPSVRSQAWYLVEDLHVSEILPQMIALSEAYIQVYRRNV*QYNHVDNALLP*              
>Mvib_comp10262_c2_seq1_fr6                                                     
STLQTYCLPDNYLVIDASLDDIRHVLCPLYTPEQVRQIMHIDKPVRALNGVMYLPGTVGLNNIKANDYMNVVLQALVHVA
PFRDFFLQPGNYTPKEATTTPALAPSAVLQRTGELIRKMCNSHVFKPHVSPHELLQAVTQASDKEFLITKQGDPLRFVAW
FLNTLHHDLVKPTKALTRSRTTAIPPTFPGHMSARRRIVGSGIS                                    
>Mvib_comp11314_c0_seq1_fr6                                                     
PPTVSLYNLLETFTAPEDLGGPVYNCDNCSHPSPNETLHRDATKKFTIKHLPEAIILHVKRFHWKGVNRTKIATFVDFPL
EFDFSAFTNGKETQQYDLTGVVVHHGKGLAAGHYTSFCRHYDTGNWIHHNDARVESVSVERVLLAQAYILVYSRRPMLLL
DLQPMRTSLKRPKGALNIATL*FALKRQLFCSVGVYHK*NINALYKTR                                
>Mvib_comp11314_c3_seq1_fr6                                                     
PPPPPPSQPAFPRLYPQPAAPTPAPSDPIARFKRKNTVECFSHMTTETEEERMARSRRSTRKPQLKEEPPQEKEPISLCD
EWYALLKVMWSGQWASVTPHAMLRAVWHSIPAFWGYNQQDAQEFLCEFLDKLRDGLTERSSTSHAHNFDVVSSTFEGEFN
SEVTCAHCKHTSRQTESFLHISLEFPSTTPIFATSEFSLRRRAHINYAELPSSSSVPLNGPS                  
>Mvib_comp11585_c1_seq1_fr6                                                     
GSEKYFCPDCQRLTEAQKTLTFSSLPDILTIQLKRFSYTTQFASKLLNPMEIPFLFDLEKNTNESTHYELFGVILHSGIS
LQNGHYTVLIHKKHS                                                                 
>Mvib_comp11592_c2_seq1_fr6                                                     
LFTFLES*FVYGHEEKKREKHGPLIDRPHSLESLLACLLCIMTDVAKLRKIVQKEKSSAPLRKIKFHRARRPDPFQLTTK
ESSSKGVSSSSTASAAHDPKAPHEPKRREPETTQLYPVERACALMHWKEDRSPGAGLINCGNTCFMNSVLQCLTHTAPLA
NYALTDQHSRANCSSSCAQCILVHHICTSFSASKKSLRPVIKPVPMVKSLRMINRSFRLGYQEDAHEYLRCLLDKLQSSF
LKNLPKLPFSVQETTFLHRTFGLQLCSQILCTNCRRISAH                                        
>Mvib_comp12894_c1_seq1_fr6                                                     
GKVGNGSGASNGTGGAAGTPGASSSWFSGLMNLIGLSSLSRSLQLEHCLAAFCLSEDLSGNDRYECAHCKEKTESRKELR
ILRLPEVLSVHVKRFRYDTIFSSKLSQAVVFPLEGLDMSPFLCALPEGETRDGSPLYDLFGVVNHRGGIGGGHYVAYTRH
AGAGAAGGSTRGQWYEHDDARVVSCKPETVEHSEGYVLFYRRRVLPAVEQERTRVWSMVQDAQAARESGKGGPTDGDCGY
LSRQYWTRWSTLSLPGKVNNNDVFCEHGGVLAGLRVEDVARLCVRVPSNVRDYLLAKHGGYAASMITQCRACEDKAKKIM
QRREEEDRIVHDLEERTMGGYSDTWFLISAKWLRRWMAFKQATDPDYPDPGPITNELLVSADGKPLPGRQKVTDYRGVTR
PVYEYLESVYGGGPRILRAQIELYSLALVEANVLEAKEEEGEGALPMTLDETDNSFDDVLTDTVLYQTSV*REET*CKRE
KECVCVRE                                                                        
>Mvib_comp13015_c0_seq1_fr6                                                     
LFATNLLAAILRTEMGGGSSKIDGVLSEAPESTRVFGLENFGNTCYANSVLQALYSCHPFRAHVLQHSRVEAHENDDSLL
RRLGELFETIEDQKKKTGVVAPRKFVSKVRSENALFSGYMHQVSKDGVELASKG**LRERESRAVRHNYFIIIIIMSIII
ISSSINYYCLCVGRS*VSQLCSEFHLGAA*KA*EGKD*AQRQQRCWDSEC*SRGHAAQAQDVGT*HIRRRTEHRDDVSQL
*VCEHA*RGVPGLEH*YFAECKHLGVSSTV*RIGSDARRPKVPLRLV*QPSGSDARDAGQSTAYGPCVASKAIQVHGTFA
TTPKATFSCRVPARTSTVHNDGACDARRPHVRLACSGGACGSRAIARALCGAGAHVADTALDCV*RRCGAPCRRIRHRRV
FRLA*RCLSPRHLHWLHSLLPDASWRSGRRCACLPLS                                           
>Mvib_comp13015_c0_seq2_fr6                                                     
LFATNLLAAILRTEMGGGSSKIDGVLSEAPESTRVFGLENFGNTCYANSVLQALYSCHPFRAHVLQHSRVEAHENDDSLL
RRLGELFETIEDQKKKTGVVAPRKFVSKVRSENALFSGYMHQDAHEFLNYVLNSISELLEKREKEKIERKGSKGVGTASV
DRGDTPPKPKTWVHNIFAGVLSTETTCLNCECVSTRDEEFLDLSIDISPNASISGCLRQFSELEVMRGDQKYHCDSCNSL
QEATRGMRVKALPTVLALHLKRFKYMEHLQRHQKLHSRVVFPRELRLFTTTGHATRDDRMYDLLAVVVHVGAGPSHGHYV
ALVRMWQTPHWIVFDDDVVRLVDASAIDEFFGSPDVASARGTSTGYILFYQTRPGAVGDAVPVYPSP             
>Mvib_comp14275_c2_seq1_fr6                                                     
AGCGNSSKDVVAQQWHKLMTRARQQMVGLVRNIVFFSLGPLSCSVATPTAMASPCVHIYSDATLCTSSAVSFFVQGKFRF



ASHPTPFV*APFPPYAASVCPLYCPRVLYTAPTPLLLVVLTCFDPQRERERDR*REKILSMLATPHLASLLR*TTLY*DA
NGTILKNAISLRGSSISFESSFFFFLVTFECL*QHID*SDHHGQRGCDREWG**C*DGRSESGGDGILCNRFQRCTVPPK
LHFSLSVGACGAHTLPALFYVGDAAVAEKVDPLKWMEKFSDDEEVARGELVWEVEGLDHSENKIYSSDVIIDGDPWRLMA
FPRGNRVNQHSEFSLFIERKDKEKAPRGWQKFVQFQIRAISSTGEHFAKEADHRFTVAECDWGFSKFMLHTDLLMKSKGF
LNSGKFRFEATVRVLKGTSLLWGAYSTWDSRRETGFVGLQNQGATCYMNSLLQTLYMTGAFRKLVYNMPVTSAKEDKLNV
ALALQRVFYELQNADDSVSTTQLTKSFGWASIDAFMQHDVEELSRVLIDNIEAKLKGTEQEKAISQLFQGHFYNYIRCVN
VEYTSSREEAFYDIQLNVKGMKTLERAFEDYVQEETMDGENQYDAGEHGKQDAKKGVCFKQLPPILHLHLKRFDYDWNND
AQVKINDRLEFPEEINLDRFLKESDPDHPADYSLHAVLVHAGDVHGGHYVVFLRPGAPGSEKGNTWLKFDDDRVSRARKE
DAIDGNFGVDPEPENGAATTNMTGGLRTYSVAPRLSRRVSNAYMLVYYRKETIAECMPYPSGEDIPEEVRERFTLELQNH
ENMLREREQEQFFTRVHVLTDEQAKLHTGFDLFDATSVNSNKPANWTGHNIRIKRDATIADLKAEIATLTQVPVDQQRLW
SFVGRENGTTRPETLLDKDTDSIESVSSTMGDERAFAVYAELGTRDESSGGGG                           
>Mvib_comp14275_c2_seq2_fr6                                                     
AGCGNSSKDVVAQQWHKLMTRARQQGKFRFASHPTPFV*APFPPYAASVCPLYCPRVLYTAPTPLLLVVLTCFDPQRERE
RDR*REKILSMLATPHLASLLR*TTLY*DANGTILKNAISLRGSSISFESSFFFFLVTFECL*QHID*SDHHGQRGCDRE
WG**C*DGRSESGGDGILCNRFQRCTVPPKLHFSLSVGACGAHTLPALFYVGDAAVAEKVDPLKWMEKFSDDEEVARGEL
VWEVEGLDHSENKIYSSDVIIDGDPWRLMAFPRGNRVNQHSEFSLFIERKDKEKAPRGWQKFVQFQIRAISSTGEHFAKE
ADHRFTVAECDWGFSKFMLHTDLLMKSKGFLNSGKFRFEATVRVLKGTSLLWGAYSTWDSRRETGFVGLQNQGATCYMNS
LLQTLYMTGAFRKLVYNMPVTSAKEDKLNVALALQRVFYELQNADDSVSTTQLTKSFGWASIDAFMQHDVEELSRVLIDN
IEAKLKGTEQEKAISQLFQGHFYNYIRCVNVEYTSSREEAFYDIQLNVKGMKTLERAFEDYVQEETMDGENQYDAGEHGK
QDAKKGVCFKQLPPILHLHLKRFDYDWNNDAQVKINDRLEFPEEINLDRFLKESDPDHPADYSLHAVLVHAGDVHGGHYV
VFLRPGAPGSEKGNTWLKFDDDRVSRARKEDAIDGNFGVDPEPENGAATTNMTGGLRTYSVAPRLSRRVSNAYMLVYYRK
ETIAECMPYPSGEDIPEEVRERFTLELQNHENMLREREQEQFFTRVHVLTDEQAKLHTGFDLFDATSVNSNKPANWTGHN
IRIKRDATIADLKAEIATLTQVPVDQQRLWSFVGRENGTTRPETLLDKDTDSIESVSSTMGDERAFAVYAELGTRDESSG
GGG                                                                             
>Mvib_comp14290_c2_seq1_fr6                                                     
CDSTMTVINDENIPPSLPRGVSLAMAPPPTSTTAITSSTSTNAAVSSLSLQQTNVIMGNLQELFARLSLSKHSVVNPHVL
LESIIKVDSSNTKPVLEIGFQQDVSEFCQQLLSLAETGLKLNDRSGTSVVSSNTEGEIPDGEGVRELKSLFYGNRKVKIS
SWEEDGTHVEVINNEPFSSIILDIENVDNLYASLDKFTASGQIDGYLTPRGFRTIANSEMLFSSLPRTITFQLQRVKFNG
TQGEKLNSFFQFSEIIYMDRYLETNIASTRELQKEAAVLSDRLETLRRKLQRFVQFTVTGGVKVRLDQVLEGTLRFTRGW
PFSQSTEVDLTVPSPHPSDDATLTCVQQYLNRCYRDVCEQMVLLETEIAELQQQHDRLFQREDLRRHGYRLHSILVHQGT
AGIGHYWSFVRLADDSWWRFNDKMVKPVDLETVMRESFGGDAVNSSAYCVLYEYIGDGSTTTSASATTTTATANNDDINN
SNNNSKSNSNSNS                                                                   
>Mvib_comp14290_c4_seq1_fr6                                                     
SDLIPDTSVRPIQVSPLSSPQTDGSGAPGVENAPTTGTGTAQKSLEEQQMERAIAASLQSAPVPPAASTTTIDEDAALQD
AIAKSLKRKSSVSEVDSCRDPTAQPAGLDNVGNTCYANAILQIFFNLPQFRSLILAYNTTNNSDFLENLQRNSANNDNNS
NNKSTADGDFAMVDNNNAALATATALPSPPPPP                                               
>Mvib_comp32189_c0_seq1_fr6                                                     
EDGIRDGDDEDAFAPEYVYDALRAMKKIESVKGRQEDAEEFLGFILDGLHEELLSLQKAHGPVKVNGHASEGDSSWVEVG
RNNKTLVTRSTEIVESPISRIFGGRMRSVLKCPGRKDSITLQPFQALQLDITPANVRTIEDALINLTAAETLEGFTSPTK
GNRGDAVKQNYLDSLPPILILHL                                                         
>Mvib_comp290331_c0_seq1_fr6                                                    
FSGYQQHDSQELLSFVLDTLHEDLNRVLVKPYIEISDSGTRPDAEVAAEQIGAHQKRNDSIICDIFQGFYKSRIVCPDCN
RVSVVFDPYSLLSVPLPGLGKTNIQVTLIRR                                                 
>Mvib_comp445602_c0_seq1_fr6                                                    
ANSNNNNTSNNKKKKKDKMVGRASAVAAGRPSELFERGSEKAPRFRGRQQQDAHELVHYLLDGLRIEDTRRHKLLLMRRA
GVVDNTTALQLTKEQKE                                                               
>Sarc_SARC_00265                                                                
MCSPDHSRTTSDADHASMNSAEIGDASEVNNMTEPNDSDDVEMAVDDEPGSPPPPPYSAPYHRLDDTNNLVLGTGDDMFA
APDPVDATEEESMVYSTDIASFRTPEESGTLTLSDDDTNDLNWTADSELHATTPLSPALPDIFNSPVSGISSTLNNYDSP
VSTNFAPVVNSVPGLCGLRNLGNTCYMNSGLQCLNAVPQMAQYFLSGDYEKDINSTNPLGTGGALAREYANVVKNMWSGH
RRSQSPGSFKNALSQFAPMLSGFSQHDSQEFLAYLLDALHEDVNKVLNKPYVEKVEGVVGMDEEKLAQEAWEGHLKRNNS
KIMDLFQGQLKSTVRCHACNRQTITFDPFMYLTLPISQPERHVVFTFVPSLGAKQSGTGSVTKATRYGIYVKSTTTFAEF
KRMVRKITGLPPRPTSDDENVTALDDLVVCEVHLKKIYKFYLDDDIVDDSVSAKDDVAVYHIAAYEPITKENTHTDSSSS
TSEVDSIQPLSDTNEQASPIAEKLVSDTAEPAVSINEADDSNDSGMDSDSVDSGTEVDDLTVDAEARKGFCCVCLEYHDQ
VHIHQACGKGSCFLCIGTHFGNSPDTICFNGLCGESVTVDMLKVLKVTYDKKPIQLPAPSIPVISAPSPPPPPYKSNGFV
LGGRYGNRDRSEVLYDGDKPRAIALYQQFGVQMFIGQPLLASISTDESLTGNTLYVIVEELLLEKVLRPRDNGRFPENLK
FTLENGERSGSTNSQIPRSDKPVDLKSPYLILTWGKETPQDIYLQQDDAIDVHSSTVPKSSDKVDIHRLLKDFTTREDLS
ENDMFYCSRCKKHQRASIHVSLWKLPDVLVVHLKRFHYDERRRCKINTLIDFPVKGLDLHAYVAQHGVKLEQSCDSLASS
ASQRQSIVEMERNTNMDTDIGDTNVLDGDEVIQKLGVPSVKVETDMDVHETECTGRAIDEPFGGVEDEDAQREDDLEKDT
ALGEVYDLVSVDNHMGSLSFGHYTAYIRHPDTKEWHNCNDDSVTPVHDPQQVVSPNAYVLFYMRRLAAEKAPTVTPVPTR
THSPAALD*                                                                       
>Sarc_SARC_00361                                                                



MDNSNPLLLALKDELDDVLQALVTRQTINVEWPNYPSQLMWNLNVSPQWDCMLLYTVTFEEISSHMGVIFYPKFNRVMTR
DYHAVGTPQRAWQDSVETFLEINRQPDRFVDMKTLLTDLDDQLTATQNSAKGGRASLGRRRSSALSYDFRSPFDSGATSG
SGKNSPAPGPPTPRGSNAGEKKNTRPLVTVPVGLPNAKNQNLCFMNSVSQALAHSFFNGKLRPLLAQLSHREPTDPAVAK
KQPVVKTLYPLLESLANNAKAKSKDEPQKCMDAFRVAMSAFPESNVQKPKSGVKQQQQDVHEWLTFVLQTLEAVAATSEE
RLINFDTFDDLIKGTATVHEVMADLQWNERFSVGAAQFAASLAYQTITAYYCGNCRVVTQVRPDINNILSLSVGSETSET
TVQALFNETVSSEPLDGWRCGACNTSHPDTSRINKFFRMPTFLIVHIVRTQLDMTTGELGKSQRPVRIGNITCELPTQLL
PRQASEKKHALVTYSPVSVVTHLGAEMRSGHYTCFSSLENKTILFDDDTISDFGTDVPEKHTEILQKNSALIFYIRE*  
>Sarc_SARC_02082                                                                
MAKKARAQKRAQREKESPTSKRDSSENAEASVSECDKHVDETMKVNNVRRKITHVTKKIPEMQNKCYELCLTCCELLQGD
ITSGDSLEVDDIDALLAGEDSKDGGGKVCTVEEHIDQKRSHHVTYRIDKRDVWCYKCGHSVDPQNSTVRSLDQVVTLIHQ
NLTFLGELRRTTSPQTMQSTPVSVGPAATSRTISKTRQNADQEIAGASGGVTGLINLGNTCFFNAVMQNICRGAGVTQYF
SYTRENRVDCVDGFWLTSGIESKDNNTSVNDDSKMGTDSNSRPQRKGKSKANSVGGLVRNYVELDEYPWPIIDTFRTLLS
DMNGSSTKGTANPKRLFLELVNIAPNFEGYHQQDSHEALRYLMDGWRTAENERRMQSVPEKLKSKGMRAEELGSFVDTLY
GGRTCNTVLCHTCQKSSVMSENFFDLSLPMPKLDYSDSYASAIKTTGSAPRLSKHQKKMAARNERKQNAKGKRANRKKTA
AQTHTSTTENAPEADHTVATGNVEENDRVSETNNAAESERPREANRPIDSVQVPEVAQISDTPSTSGTASMSTTLMSAAP
TESANSADDDLVGFSSDIAVENIYEGSEDCRRADPVDDAYTGQESKADMSVIETSVIADSLDAIEAAGNIKGKESSKDIA
EVTFTNSRGLYSTTVADCRSDKADCEHEVVTVRANMEANAIVNNICRAECNDDDRGSIEFAIKAISSADKSENDHGDTFE
DTSMNKKQLTVIESLEVDEGVEMEQSGRDANSATGKIISSTTSGSPDTGGSITGAETCLVDEDGCDRKRKYEQQSRTMHT
HNTATDSTPTESQTQAVETSVAQSVASANNTMNEDAPVCISGVDYVVNLPSDTVKEHVSTSTITEQTLRDESGEDVVSTV
PVDSVLESMPSDSTYSGEHLTQPDPEAASAPAKNENAAIRPDEANHAVTIKESLDCEDSSPITSDQDISAETTPSKASSS
RRQSLPRTARLNPNARISPSAKSSGLGGLSLDACLNALCSPEELVEDNRYQCKTCKSLREATKWLLVDKISRILTVHLKR
FEARGKRMSKITDHVDFPLVLDLTQYCSQTCRDPDGKVISQDSAVQYKLTGIVVHDGGNLRGGHYTACLRNKTSTGWTYV
SDTHHRAIDESKVLASQASILFYELMS*                                                    
>Sarc_SARC_02497                                                                
MTFPQVTQQVEMDVEVGQDSDEYLPDASDGTSSAKDDPLSIADRPTLLLPEDIVEEHCFTFEVDGLFDNPDPNCKIKSRV
PEVFSGCEWRFLIFPRGNNNNYEHQSISVFLECAYIDANEGAEWKKSVFFTLALLSVYPEKSHMKDSHHVFQSRDKESDW
GFSSFTTISEVQDANNGFSVNNKYTFEARVVIAKGISSIWSTLPGYDSKMATGCVGLKNQGATCYMNSMLQALFFTNKLR
KAVYSLPSNETDTSVSLALQRVFFDLQTLDEPVGTTQLTRSFGWNTADAFMQHDVQEFNRVLCDNMESKMKGTDAEGTIA
SLFEGRMKSYVKCINVDYESSRSESFYDIQLVVKDKQSLYDSFDEYVVEETLDGDNKYLAEGHGLQDAKKGCIFEKLPPV
LHLQLRRFEYDIDADAMVKINDRHEFDERINLDKYLHNPGSEPADYTLYSVLVHSGDIHSGHYVAYIKPKIDGSWCKFDD
DKVTNVSTEEALDGNFGVDKVNGQIRMGSKGDKTKKFTNAYMLVYIRDSCVNEVMVPVEDDDMRNTLREQLLNERQKDHR
KIVDAAEAHKYMMFQIIQDKEIAENHGFHLFSSDTAWTEMKVHKLSTVDDFLAQAGEVFGLEPHQMRFWKFVHRQNGTMR
PHAEVLGLEGQGHRRITELENWNALKGSNEKLYMETPREGETALPQVFIHEKRDDRTRHNDDVMIYLKDYDAVKGQLTYI
GSCVFPKDELMAAAEPVMRQWAGIPDGVPLVVYEEIKPLRIDMVNTERTFRQGELASGDILTFQVQTRADKHCKWPTVKD
YYEYLAHRITITFNCIDESRNEPSIELELRTDMKHDEVAQMLGSLLPLDDGDQVDPATLRFHLPDGEKSSRPVFRGNGEI
MLETMIDSMTIDPANANTLLYEYLDVNIVELESKVPLSIWWRSASGEETEQRLLLEHGTTVSNVLEDQRHNPMIKLAPGG
SGKLRLLEIYDHRILRVYQENEACEKIRQDDRRARLEEVPLDQLNADNFLNVVHFHREAKKLHGSPFLLAVHEREIVKDL
KKRLQAASTATPCEFEKWKVAILDAEGYNSKPKYLKDEDSVQELLSNELYPRIGLDHPGRPSNYRSNDAQAGAVVIRN* 
>Sarc_SARC_02698                                                                
MLQDVDRHVLGASDAIPTNERHVCVEGKEVPNISSFVTDIVDILQFIVRVSSQSVGETGKLSENKAGSGLMSLTGMGRSL
SSSASNHDNGSQGNGTGTGNGHGHGNSNINQSLVTQLSRLGDSAHTQQVAMRMEETLKECVSLSMCLLIGVYQSASWTAM
ENSADAFTHVLARLSKSVVPTNATKPATNATKPATKPPTPGAGTSIANELDTHPYMAGNGTGVGSGGSSVLGHLLVTTAS
IDLRNEAAVGLRMLSKALTLEDKEHLLGAFASLLRVVPKESTQCQDLFDLVSAVVQSLPSTQPTSHDSAIVVLMNVLMDR
LLTHPPMETHRTGEPDVFLGCLLRLLGNVASKGGIPTDTPSHTGTVAQVPKGNAPTRYILDELVQFVTKKCLFDMPTLTN
HGPRSPPLCKTAESRTIARELLDTLGRSTMFGTRVRHLLCGLLMDTHCGGKESGGSELTVLSRMHTDESVVAATSASGRA
STRADTTASATATRTPSHTSTSKDASLVVACGCEGVCVNDVCDVACGEGLCGADPELSGGVTRIQERSASGYVGLENLGA
TCYMNSLMQNLFMVPQFRRGVLATRTKPWTTTPPTPHALVLHQLQMIFAHLQESLLKCYSAQGFCSVYESEGACVDVNLQ
MDVDEFFNVLFDRLEALLKGSPQQSLLKDTFGGKLLQQVISKDCEHVSEREQDLFSIQCDVVNKQNIRESLAMYVKGEML
EGDNKYYCEKCDLKVAAEKRVSVQSLPNHLIFHLKRFEFDMELMRRVKVNDRYEFPPVLDMFPFTLEGLMAAERAEKGEP
PLPREHPDDHYIYDLGGILVHKGSADSGHYYSIISDWEVEKTNSGEATSHHNSAGDNSFGGRWMLFDDSNVRDFNAKVST
GHPTGGCIGDPRSGCAGHPTGGCVGDPGVVVQVTPGSVVRDCIPIQKDMIVA*                           
>Sarc_SARC_02774                                                                
MNVAGLCYTNVSISMSFTPYSAELFTSILTIITSTHASVTADPYNVHTLTGALPQYVKRAGLVGLVNVGNTCYLNSIIQC
LSNTMPFSTHFIQQTYRKDINRNNPLGTGGQLAETFGDLLQIIWKGSDRTSSFKPDRLKNVISQFAPRFSGREQHDAQEL
LSFLMDGLHEDLNCSRDRTYQEDPDYDGNDAQTAALSWTNYKRRNDSVVVDLFQGQFRSELKCLTCGNKSVTFNPFMYLS
VPVPANVSQATLKKCIDTFTARERVAGNDQWYCGNCKKHRDAEKRLSIWRLPPVLLIHFKRFQSDAFGNSRAKINTMVDF
PIGNLDLSSYLPNTDRQNAQNHSYHLLSVANHWGQMGSGHYTAFCRNVFDRKWHDFDDSTVKPMDESRVKTPGAYVLGYI
NSQYFNAYSR*                                                                     
>Sarc_SARC_02839                                                                
MASLKSITYRENYKGCKHARTLTQKKGLEQLKAFKKCSQYFRENKSDYTPTCRTCGDIGGNLHACLTCASYHCRRKEHLK
QHYKETKHELAIDVANNAVYCLVCGEYVYDVDIDRVIINEQRQAALSDLKRSDPSNFRRTAFSEWVPDGTEKAILNQHSK
RPRLTEYSSLGLRGLNNLGNTCFMSCVLQAFVHNPPLRNFFLSGSHRKDRCMRRLSGDSKVCLVCELNLIFTQFFKGEIK



PYSPHQLLHSVWTHAHHLAGYEQQDAHEFFITFLNGLHLHFQGTSKNCKCIIHRIFTGAIQSDLRCLSCGTVSATIEPFW
DISLDLHSTNNYKQAGSSVPQSLIECLERFTHPEKLGSDSKLMCGTCKSLQERSKQLTLLHLPVVVCFHLKRFGSYSNTS
TKIKTRIDFPLHLDVGPYLSTDEPSEISNQNVTINGRGKCTHQQGSLSKTRADYSLFSVVNHHGTLHSGHYTSFVRHADQ
QWFRCDDSVITHARVEDVLTSEGYLLFYIKDELEYVEKPELPTG*                                   
>Sarc_SARC_03520                                                                
MSGIIRRTKSAQYAKPINGSVEDGLFCKHRRKHLNSAVRNRAKELCAKARYMCSDEECPAPAGDALHQNGCWVCVVESCG
KVFCHKHRGIHADTTDCAHSIFYNPHAALDWCYVCDVCDRRTSSSGVGIARCGDMDTIYRLEANLAHSMGKVGLVNLGNT
CYMNAAMQALMNCDPLVYYIQDCYDYLRIMSTFKTRTFRSQKADPLLLDSMADLLDMYWSDDPPRALAPKAILRDIAHVN
RMFSGYAQHDSQEFIGALLDRLHEETFRPQSMLPDLHPHADAHAKPAKNKRKKVPHRGARAPSARNQSMISDLFEGTLRS
QVTCLTCGNSSFKFDPFMTIPIEIGNALSNGYENEDGMWQSIKGVATETYSWMTDWKSLTLEECLERFCEVESLNGGNRY
RCTSCNDLTPSTKSLRFHHLPEILVICLKRFSHHSFYSSKVTTKVTYPVTGLNMDPFTIHHETPMSTPANSRSHTPNPQS
DSASSLARKAMKNAQQTVPHMANKTASGKVHADGLKKSHSKEAKAKTKKATVSSCGHTSTRQTYTGKTRLDAKHGSGVRT
STGSKSDVGETPELTGRTESHATIHFREDFDSGSDTDGDLSAEEQWKRDMQEMEANNRCSKYNLTAVINHSGGLGNGHYI
GYARHFINNEWFKYDDSHVTKCKESDVKKVEGYVLFYQKDTTHRSAERLTIMQQIHAMEMEDEKRTSDTKPSTQASRSGT
TKNNVHRSMSARTSANPRAAEAQTSYLVARTWFTKWLTVAEPGPITNTDVFCRHGGITPQLASTSGSMCVRVPAQVWNTF
VSMYGGGPAVTQLTTCVTCERDYVRLQNRREYERDAVHRLHDEDTRENNDIRRGVLSEVDNNTDSIDCSPRKHAAEAMEV
DDSAHDTENPVNDYMESQSTSDDAVRKSFFRLDLGDDGDGSSPGAYISRMCSQPPGHAGSHPHTPLESITESTGLTDHPE
QPNAQAAGEAGARVTCYYMVPISWMKQWSEYTRSFHLHVQPPGAIDTSFLINGQTGRPKTNMKKGVHYDVVGRRVWAFLC
RRYGCAEGSVPIMRTNPHL*                                                            
>Sarc_SARC_03589                                                                
MFNLLTHTFDSPVDGPRDAKRSATLSAALDGYLGSVRVPSRSDKVYKDECIFCFDNAESSEGLFVCLHAWRAMCRKHAEL
NSARTGHQLYMRIHTTKTLKEEEPPTDTPSTTVVVPTVIGPRYDYNTTTTIVTIPQGTELCSGDDPDMHTLVRRTVQAIL
ESDSAARVEESMAWQEMRQECEHARNLQQIDNNVTIPSSGHHKCIKCDKDDNLWLNLQDGTILCGRMNFDGTGGNGHALE
YYTETNKPLAVKMGTISADGGDVFCYVCDDMVLNPHLGLQLQHFGINMVNMEKKTEKTMAELELEQNMKHEWSMVTESGH
DLVPLYGPGYTGMRNLGNSCYLASTMQLLFSIPEYASTFTPTKEAVFDYGSHVSDPVNDLNVQLNKLSYGLLSGAYSKPL
PPTSEDTNGIRPSSFKTVVGRGHPEFSNSRQQDALEFFQYLLTISEKQTRATGSKNTDKDVPLEHLFRYQVEERLQCGAT
GKVRYSTTTDNILSLTLPLDQATNKEAVNIYLAKIQEGIAANTPYTEETLPSVRPSIPVEACLSAYLAPNEMANWISPAT
QTATTAIVSQRMLTFPPYLMVHTRRFYVGDDWTPQKLDVEVEMPEFLDLSTLRGCGGMQDGESSLPESKGTEPPAVVLDE
SVMSELASAGFGVNACKRAAFNTMGQGAVAAMEWVCGHLDDADLNDPFTLPGATGTLGIDL*                  
>Sarc_SARC_04092                                                                
MSMLIAHPPSATSSASTALQDRIDTDLGKNYEEYDRRITFKKAVWACSTSIENTSYKPLNIIEKHGYRDEIKSENVPKVN
KSEEGLATASSKPVDPLLGEQLAEPARVLYPPAKVNQTMRWRSVQKAGCGLGNNSNTCFLNSVLQCLTHTPPLANYLMSG
EHVRNCRSQRTACAMCEMEAHVKIAFTTKHSSVYPKKIVNNLKVWAKHFRKGRQEDAHEFLRLFVDAMQDSCLDGFDKKM
DSKIKATTLIHQVFGGYTRSQVKCATCHYQSNTYEESLELSLDIKNARSLTKSLAKFTQKEVLEKDNQYKCVRCNKKVNA
VKRMTVHRAPKVLSVHLKRFDWQGGKVRGHVPFSEYLDLFPYMSETFDDEKSTDEKTVYKYQLMSVMVHAGYSTRSGHYY
CFVKAANGVWYEMDDEVARKVSLKTVLQQDAYMLFYVRVGDERDGTKKAGESVASASNEEMVDKQDSVNRKISLDADMHV
AFRKSEANSVELSLAALVSSNQDSVSSSSNPTDSRRSFDISGARSVDYIAKKAKRRQLKAERKKARRAAASGGLISASPV
VEVIVDSKAGSFADTFAASLIASASTDMTLAYDSNVAAGVKNGTGSDTVHDTGNISDLDNVEHIRKGESSGKKHKLVNGW
HVDKVNGGTPAKAHESKFQKSELTPVSRKRTGPAALLHAIPSSNKRPKNVVVKEWDGDLKDDLALVAKPKKTKRDNGLVF
DGHRNIAKENELNRVINRKNTSEGFGGQITTWANEKKASAVDTIRDRREFMSEHISSYTVDDTEIDQGRTKKVKGPKQNN
VFSNHKNHFQLHQQKKAANAKKPEKRFKLKPSSLEG*                                           
>Sarc_SARC_04831                                                                
MKSIPDESANGSREENIILFGDFSIEETKAWLVEAEELSIVLPARGTGHSHPTSAERLRQAQPWPTSGDSCGSDQGAGTH
LQLQLQQQLQAHAQKEGELVAAQVLHNADEPVPSESQEVPSVGHSQELKDQQADNRPLVAQGDIQQQQQTTLQQQQQLQP
PVALQPQPAQIIQQHLPQKLPRQAGDVNQKMYKYNPLAPSFTPSHGPSSPISDNSSVSSLNRSAESLQGHTPQNIQLQQQ
QQQQQQQQQQQRHQQHPQHSHHGHAHAHPGYNGMHMQNGVGVDGPGMLNSGVVPNMAMFMPMPMQGLGMGDDGFRFSNHY
NNGGHPHVHAQARAHAQAQAQARAHAQAQAHVHGRTMMSPQHQHRQQMQQQQQQQQQIHIQQQQHLQQHQQHPHQQHRHP
HQQQHPHQHQQQQHQQHQQIRQIQQMDEQHAQHHPHHHQAQLIGTSAPIDSTDNLEKQLHTQGAAMDEGVSPVPDGSGDV
LIDIPELPVFTEPTPALTTHTHAATPIHQEPKPLEVVPTEVAVAPVDSSTSPQREEDAKAKAKTKSKSKAKTSRKLEEHV
NIIIPSQADGGGSVVPTSEKPTAHGDTLEKEVGGSIQASAVAKNLGGQHDEEVLSTVPQSGTYTHPDAPGLTQSHTHTHT
HTQTQIPQAPIEPQQPQAQVNSVHVEEQAPAQTQIDTSSHTAAQIPTDAQVQKSKQLQAQIQKPTLVCQTSVQAAAAPTE
TESKPPAVVKNAWGIPAQPRAQPRTQLPTQAHTAPLTQRQGHTPTQGHKTPSSDTHKPASRKAASAQAHKVANGHAPGAP
RTQSKTPTQPKSQWQTPSQTPARTNTQSHKEGRRKGAVNTAPPASTQPQSQPQSKSAPHSAAPAAAAPKAQPVPVRVGPP
VNVWKMNPRALTPTVPTAAAPAAAKDAQSIRAKDKTQPTAIAQAQPQPQPLAQGQASATAAEAAVAPVGSVTADSTTAQH
RTLEEERIPKPAEPQAAENTATADQPTTEQSAPSTPAKARAPPSSWSKLFAKPPTADGGSQGTPAPHSTCMSVFEVAAGA
NSSESLAEDVDTPLPTDIKRDKARTHTTCTSLSDVLVHYDIATVIPWSSLQYTSRGLINHTNMCFMHTILQTLLATPLFR
QFLVETQMTFPSLSAAKPKAAVPTPILDALTHFFKAFDVSNPSKRKFSTETQANGGRHNFIGESFQPLKLYEVIQRVRRQ
ALGSQEDAEEFLSFVLDTLHEECLAVVKANNIDASAGAKNGADSMDGWEEVGKGNKKVVTHQSEFLSSPVTKIFGGTVRS
SLKRAGSKASVTFQPFHSLQLEIATNDVHNLNDALRHLTLLEHLDGFTCETTNLTISADKQSRIETLPPVLVLHLKRFVY
DPETGIRKLHKFVPYPLHLEISEDLLGTAPKSGKLKGIEREYRLFSVVYHHGEAAEGGHYTCDVRKPGTKLWNRCDDSKI
EPISPDEATGGIEYLSTDQHDSLGTPQASNRPRSPLPSGKNRGDAYILFYERCDLETAMCPEPATAAEALKAVNSTGSSK
ATNSSSVCSSPAGAKANRSASSGMDTTQSVISHAGVSVTVNAGSNSGSAKHASQHSGPKK*                   



>Sarc_SARC_06410                                                                
MSGVNGSKIEQALGPAFPPNERYFGLENYGNTCYCNSVLQALYFCPPFRQRILHYQHNLNERIKKGMPRPEENLLLSLAE
LFSHISSQKKRSGKVEPKAFVCRLRLDNVLFAGYLQQDAHEFFNFLLNKVGELLVEEKKQEIKAAQQSKGGGKHSDADTG
KTAPTHTHTTAHHNTAHTHTHTHNHTTHTAPSGAQPRNNKEGSHDKDQPSAKTDGAINDRDGQGRGTDSSSNGDGSSRAS
TYTSTSAGTTGNTHTETPIPNGNADVEADMNGHSSTSTKSALSSRNSSVVAQIKRMSISAKNNVLNMNSPQLSKKDQIKE
KTVDVDSNAARDSHIREKDKDRPEDKVYKDSEKGEKEEKRSSTSSNSDKGSTKDKGKDKENKRKLDGSGGMAGMWNSAKA
KVRSKSFPDVGTGVQGAVVGNENIKGSTLGGCAPQTGESCSNDKTWIQDIFEGVLTNETRCLECETVSSKDECFLDLSVD
IEQNSSITRCLRNFSTLEYLRAEHKYYCECCCSLQEAEKRMRIKKSPQILALHLKRFKYFEQEGRYKKLSYRVVFPLELK
LFNMSDDAESPDQMYDLFAVVIHVGSGPNQGHYISVIKSHDNWLIFDDEKIEVIEESKLQSFFGLSGEGVQQSSESGYIL
FYHERGVPAEYKHMQKTQSYRRGESMPTSV*                                                 
>Sarc_SARC_07650                                                                
MENVGNTCYLDSVLMAMFGTLTTFDSLLTRDMEDPRIRGLQHELLTVVNRLRNGRLVTKEQMKRLLDVLHTLNWPTADGE
RNSYGQQDASELLITLLDRLGGPLLPMEYRMVHGAMDSSGDETLVKESILQVSVASVDGDNSCDRPTKLVDVLENHYFGE
DVVDIEREVECDKMGDPIKRTKVKALRTLHSLPFYDSQSVQCNSQHPQSTQNIIIPICFKRYSNAGGIPRRLDRRVEIPT
SLDFSQFVSAESMPPQTYTLELMSLVCHQGQQMSSGHYRAYIRTLDDEWLLFDDLATP                      
>Sarc_SARC_08342                                                                
MSSSDLSDQMLIPATSSRHGLAKTQVDWTSHNVYACLVCGKYYQGRGSNTHAHTHSVTQNHHVFINLGTKKFYCLPDCYE
IIDSSLQDILDLLDPLYTPQSINALNTITVKARARDGSRYLPGIIGLNNIKKNDYMNVVVQALTQITDLRDFFLSSENTK
NLKEPLAVRTGELFRKVWSSHHYRPHVSPHELCQAIVNTSNKRFTITKQSFAVDFMAWYLNTLNTQLSKAKHKPSRSTIV
SDCFQGIMEVTERRLRASELLNDEVLQERAALAEKDTKTDFSVKKRDMPFMFLTLDVPPAPLFTDAEGANVIPQIPLYTL
FEKFNGTTEQSRDGKGFIYKIKQLPRYLIVYIKRFTKNNFFLEKNPTIVNFPVKNLDLKDFVGDKYTSETRYDLVANIVR
DGPPDRGSYRVHVLHKGRGQGTDSWFQIEDLIISNILPQVITLSEAYLQIYQLRT*                        
>Sarc_SARC_09564                                                                
MVPSVVILPIHQHRKHVERLQYHAALGRLYKSRCSLTFEDTLTLPYAVSSKHPPHQTPRTSTLTFTGGSTHTHSRTYADM
AHTMRYAGMPGYSALGRQERGEASEEGRSGSGSGNVRYKLVAVMVHQGGDLGGHFYTYRRLPVQRPIRMATSGCTDTHSS
SQFTFELSENTNMRTAEHTVQPTAPPAAPDVVSHTSAYTLGHGTPHTPQTTTQRTPTHTTHHKTAAHPAPHTPQSTTQRT
PTHNTHHTTAAHPAPQATTAPGLTCTSGACEEPGTSGDACASKQRHTTRSKKEPSSVGQARGSADSTTHTDTNIHTGTQA
PSAKALNAFADGEDTDHSTREDDVGDEWYLVSDETVRRVEFSTVQADSAYMLLYERI*                      
>Sarc_SARC_09565                                                                
MDVTRFLQSAISSSDHFLLSLHPLNTTTPLAQSLYTLCASINERRSRHHVHVSTHVANAIHSNARLVQGTQQDAHELFLV
LLDRLDAERGASNVRKEVLGDGLRLVLGHSRPGNAETRVHGESVREFRGQLRPESLNGVCPGLQARAGAFAKGQKEQDSA
MMGLLASHLACQMCGGQFQIRVDPFRDLSLPLPVDTASVSLRACLSTYFEPQVISDYWCWRCSALEAIETHADMLTASEV
GDSELCSTV*                                                                      
>Sarc_SARC_10567                                                                
MVKFSMNVSKAASTQQLKADILDSYASLKDGLVVPPQNARIWNFYNANRITLLHEATRLDDNDLIDRQAVMLEIRDTDSD
NWPCEVTASSDGNRSFFHSRTKSNVDVPVVQPGLTGLQNLGNTCFMNAAIQCLSHTAALTTYFLSGYHKVELNPDGALSC
QGMIARSEYNWYTDNRKRTIRLPVEHQINDITKKPYVELADSNGRANSAVAAEYWDAHKSRNNSIITDVFHGMLHNQTRC
LECGHENVRFDPFSYLTLPLPSENNIYVEVVVVKLDGTTPIMYGVNVSKKCTNRELKNQIEALAYISKHSIILLETSEGR
>Sarc_SARC_12042                                                                
AAAAAASLSAPLTPGVSRKQQSSLSANASPRTNHRLTDAVSPGTSNITRGLINLPGENMCFLNVLVQILFHLDSFRVGLH
SITNHVCPFPDKDSCVLSSLQYQHTGRFQPKDMDDAAETFEAVCTCIHACLTGNIDKDQQMYCENPCFVHDLFSVSVEEK
RKCKCGGTKTSSKYEKLVNYISTTALVQVAKGVRANGVANPSDMNRLAEQSKAFSSNRFSAITMDDIIPMDQIVSALVTP
DPVKCDKCSLQVPAQLYQIGTVPTCVVFGLIWERNIDYHDITRVLEQVQPIIDLNKLYGHEQGRHGSTPMLCHAMVCYYG
QHYVSYFYSTSESKWFQVDDVRIREVGPSWSYLLRDCTKGKFQPVLTFYQTCSSEDAKQAGVEYMADMENYFQWKADEAV
FEESRAIAPVQDLPSAVEMSQPTDANITDQLQIEAEMAARELMEMQDLALALDMQEREETQSNPLPTQRRSTTDSTIVYS
GTLLVHAKSGLIKRDWRRRTVSLQDGNLAIIKPGQ                                             
>Sarc_SARC_12220                                                                
MMIMMMGTAGENIPKAPKEKTVFVEDLTDTDIPTGFPPGLENLGNTCYMNSTIQCLKAIPELKQQLMKMESAGQLNPNTM
LSRSLRDLFARMDNQHSGISPGGFLSALRQVFPRFAARDDHGGFMQQDAQECWTEIVNCINRAAPGVNTSDQNNTFVKQY
LGLEMDSKIQCLDSPDEPATTEKESQFILSCNITTEVNHLVNGIKLSLQNKLEKTSPTTGSIAQYQKTSGFSRLPNYLTI
QYVRFYWKASTSTSAKILRNVKFPLELDMYEFSTPELQAKLKPARQLFVEQSERDADSSAKAKADDDKVKMDADQKTGKK
SMPSEFADDTGSNNSGFYELKAVLTHKGRSSDSGHYVAWVRSETNAKEWMLFDDDKVTSATEEQVLALSGGGDWHMAYIL
LYGPKVLKSDADLA*                                                                 
>Sarc_SARC_13041                                                                
QNHSGALGGGHYTTFAKNYRTSEWHHYNDDKVTPAKKSDLVSSKAYYLFYAQDGINPHDLLPTDIQPQEFTTEWLDANDL
AADIGSPSLAGLGIVKAGAKTTSASRSKSPSRSNSSLPWSPKEKSKTGKTSSHKSDKEPESSASTPKTKKKEKDKDKDKE
TANKDKTSKSTMTSRSTLSKSAGHKSKGSSDKMDGKASYTSEDSKSSKSSAKKKSVLNKFSTSGAGANSVLYKSNGSPRV
ARKKSASFADLGNAVDADGNKKTLLDAGNTTPIGDGKGKSESSWLKLNRNGSSKSEKKPEKDKEKCRNQ*          
>Sarc_SARC_15634                                                                
AASPSEVPSTTNTGPVPVDFPTGAPQYELQGFASHIGSSTLCGHYVCHVKKGGQYVLFNDEKVAVSKEPPRLFGYLYLYR
RVDL*                                                                           
>Sarc_SARC_17877                                                                



DAERRTTIRSLPPVLHLQIMRFVYDPIIGEKRKVFTKLDFPDVLDMSSLIPELDKGRLRHGQGYWIGVLCIKGLV*    
>Sarc_SARC_18098                                                                
MHRKIEAARWDWVESWLNDNEYDDDRLCASNIDITDNNLQVVYGLDKTCDIDKQKPHSNRKYNVACVHSLGQKKRLADIG
EGKNKRVSKGADTKEISRSSYSRGGVKRRTSAFVEENDGDALESNVSIPNKRARKWIKKGLSNLGNTCYMNATLQ     
>Sarc_SARC_18130                                                                
MERSVAPVKLKKAIGKFSPQFNGSQQHDSHELLSFMLDGLHEDLNR                                  
>Cfra_g65                                                                       
MAQASVLLQALKEEHEDVLQALITIDDIIVSWTDYPNLPWILTVVPQWDCMLLYAVDFEEVPSGMGVCFYPKFRRLFDKD
FYKTGTPGRTWQDSIETFLEKNRQPECFIDMKTLFTTLDTHLHSGHDNQANISFRRRLSCISVDDLSSRSFDGTSPTSTK
RQTIPSKVEQIHAVGLSNTKNQNLCFMNSVSQALTHSFYNGKLRPLLKQLSQRECADQNIARLQPVVKGLALLLEALSMG
HGNERNGASDPEILMNEFRLALSVVSESNVQKPGSAAKQMQQDVHEYLTFLLQTLESVAATSEQRCINFDTFDELVKGSA
MVFEVMADLQWNERFSVGAAQFAASLAFQTITAYYCGQCRRPVQYRPDINNILSLSVGSEISETTVQNLFNETISTESLD
SWKCGSCNSTHPDTSRTSKFFRLPSYLIVHMVRTQIDMRTGEIGKSLRPVKIGNITCELPTQLIPRQSSAKKHSLVSYAP
VSVVTHIGVEMRSGHYTTYSSIEGNTILFDDEKISNYGTSVPDKEKDTMDRNSALIFYIRK                   
>Cfra_g570                                                                      
MGKETHHHEHAQIHTPDHIKQGVNGSKIEQALGPAFPPNERYFGLENYGNTCYCNSILQALYFCPPFRQRLLHYQHNLNE
KMKKGMPRPKENLLLSLAELFSHISSQKKRSGKVEPRAFVNRLRLDNVLFSGYLQQDAHEFFNFLLNKVAELLAEENRLL
RESENEGVDLDGNENGQENVNEYDDGNEDENIGTTVTVCGVADSGSGSGSGGLSNFIPNLKRMSQGLRQSTSPALKHAST
TPYTTQAHDQAQAQPVFLSFTSPTDTHPSNSTKMDRTATYTTPLGNSEEKKGKIRGVPSRNRGEKDIKDREGKDEKDEKR
SSSSVKTSKSKGEGTKPTQNGIAGVWNSAKARVRSKSIPDVVDMKKFTEEHGKVSIEGETTKTKTWIQDIFEGVLTNETR
CLECETVSSKDECFLDLSVDIEQNSSITRCLQYLRAEHKYFCETCCSLQEAEKRMRIKRSPQILALHLKRFKYVESLGRY
KKLSYRVVFPLELKLFNMSDDAESPDQMYDLFAVVIHVGSGPNQGHYITIVKSHDNWLVFDDDNIEVVEESKLQSFFGLC
GDRSDGGQSSESGYILFYHERGVVVTERRHMQVLNEGMLVGGEIGYTVGTVYTSLTGFHTMNSAGTIQMIATAKLLQSLG
FAFWDLGMDLPYKRRLGAITHPVNDFLSIYDGLRDLPTPVLPSSIMNAYAIIASTNMHIRPVTKSTTLSLERVSRPSWAL
VDKGVLDVDATE                                                                    
>Cfra_g635                                                                      
MNSTLRRKKSDVYSQPSTGTVEDAMFCSHRRKFLKSEVRQRAEELCVTARLDWCYLCDVTDRRTSSSGVGIARCGDMDTI
YRLETNLANSMGKVGLVNMGNTCYLNAAMQALMNCDPFVYYIQDCYDYLRIMSTFEVRSASLTSQRSKSLVLDSLADLVE
IYWGDDPPSASAPRALLRDMANVNRMFNGYSQHDSQEFIGALLDRLHEETFRPQSRFTDNRPLSGGEVYPPSARNQSMIS
DLFEGTLRSQVTCLSCGSSSFTFDPFMTIPIEIGGASMSNEGSGDSVWSSMKGVACDAFSWMADWTTLSLTECLERFCEV
ESLNGGNRYRCTNCNDLTPSTKSLRFHHLPEVLVICLKRFSHHSYYSSKVTTKVNYPIYGLDMDPFTINHETPRCTPSHS
RSNTPASSNTTHIPVKENARANDNTESEINAYASCNTNGNRNAKSCTPVKGTKGKTKGKKYNQHSNSSSNTTTKTYGNMQ
SIFKQTNTSLNNSTNIDTTTSNGFAGGGDKERWEYLKEMEANNRCSKYNLTAVVNHSGGLGNGHYISYARHFVTNEWFKY
DDSHVEKVTEDDIKTAEGYVLFYQKDTTHRSAERLTIMQQIHAMEMVDEITQPISNVKPTTITHNLKCEKTNTNLPDMTS
KSISALPPSTSAPVNYLVARTWFTKWLTVAEPGPITNTDVFCDHGGVTPQLAGTSGSMCVRVPSQVWNQFVVKYGGGPAV
TQLTTCVTCERAYVLLQKRRKYEIEAIRKLHVEDTRENQAIRRGESIPTGANSNLESDGGECLHKTNRAISSIYVGEQYG
DGDEDNPGAFVSRLCAEESSKTSEPQRTTYYMLPVAWMKEWTTYTSSCHMHVQAPGPIDTSFFTKKETGEPKTNMRNGVH
YDVVGRRVWRFFYRMSFNGVPEEHVKRECQIYIPARTAMSQGTFSNRKWRLDFEARERWENPTIGWSSSADPLSNLGMDF
STKEDAVAFANKIGWSPVVTEPAMKRFKQKSYGANFHWNKKCRVATK                                 
>Cfra_g1359                                                                     
MTAAPLPPSYKREASSPARDEVHKKTKADNHKSSWAGEDTSAVDVSRNCPYLDTINRTVLDFDFEKLCSVSLSNQNVYAC
LVCGKYYQGRGQGTHAHSHSVTQNHHVFINLCTKKFYCLPDCYEIIDSSLQDILDLLDPNFNVQLVASLDTSTTKARTRD
GSRYLPGIIGLNNIKRNDYVNVVVQALAQISQLRDFLLLDANVKVLKDPLAIRTGELFRKLWSSHHFRPHVSPHELCQAI
VNTSNKRFTITEQSFAVEFMAWFINTLNVQLAVKGKKKKTSTSIITDCFQGLMKVTERRLRASELLNDEVLQERAAIAEK
DNEDFSISTKNMPFMYLTLDVPPAPLFTDAEGANVIPQIPLYTLFEKFDGKTEQKRDGKGFIYTITKLPKYLIVYIKRFT
KNNFFLEKNPTIVNFPVKNLELKDFVDEKATGQTRYDLIANIVRDGPPNSGTYRVHVLHKGSDSWFQIEDLIVTDILPQI
ITLSEAYLQIYQLQS                                                                 
>Cfra_g1383                                                                     
MGNKKKNRKAAKKSHNKKASKKCQKVQSVTKLPVEDGNGSGCDAHVIAVNFKSIQKQISHVCKKYTDMKDKGYELCLTCC
HVGSGENVEKSSEDQCTSVKHFENSRQKHHFAYSIDKQETWCYTCKKSVDTYETSSSLTETIALIHQHLLFLQKMKCTSK
DTSTSETMTSVSAYKSDRRVHSEDLPFPMKCEPSDGIKGRKSIIGLLNLGNTCFFNAMIQNLCWSRLLQEYFTKTREDRV
DCVDGFWFTTDNKPSEENNYENTVDGKSKMSDLVPVYVSLDRYPSPIITALQALLSDMRGTTSGTANPKRLFLELVKIAP
HFEGYQQQDSHEALRFLMDGWRSAENERRLECVPEKHLNSNGKQKKLRAEQLGSFVDVIYGGNTCNTIRCHNCHNSSTTV
EKFFDLSLPMPKTSCVDIAAKHGQGEKDVQESMKLCLSKRQKKAAAKNIRNSNRGKGSKTLHKAQSTPHNVTFITGNSIL
GAGVNEYENLIDNMAVGQGESEGTHTSLNEKSTVRRKVYSSNGDAVQNKVKNRMVAEAVNYDEGVDVGLDTASSSQSDSP
STYYTVSFKKESRVTCECEGMHATECICRSTHAAEVAGEVGYTATIEANGEGSSIQSMDCVDGFPKQSDCVAYNSADNEG
KEKTHIHPTTSAYISGCSIPSQSSADVGGECMNKSVCKEEVNDVSPLPKPSLEEDHCKVNKDDNIKTGYSVSVDTSLVKE
IESHGISPNKCTEEKRRNNYQDDGVYLDEKESDDDTDLFNPLLTRRLDGSADGDEETPQSMARTSRKSPNARESFNLSGF
KREGLTLEDCLKALCSPEELVGGNKYLCDFCKTLCDATKWLLVDQVPSILTIHLKRFEVKGMRMKKLMTHVDFPLDFDLA
PFCNRSCTYPDGKPIPADKPIHYRLSGIVVHDGSSLGGGHYTACLRHYNHNEQESTWSYVSDTTQSTMPQRKVLNKQASL
LFYELVL                                                                         
>Cfra_g1453                                                                     



METCPHVNDLDVGGKCRSSKPSRPSSSHYDPLQQLLDPYSWTCEDCGTTDSVWSCLSCPSMRCGWNNQQHAHEHYLESRH
PLAIEVNKKYVHCYDCKQWVMNDNVNGDIARMRELVTQTHCQTQKNQYAESKTRSGRVIRHRTTQGSMKRRAKDSDLIQQ
GRLFDVLFRWRYLLVAKAFNSWCDFVSRAKVLNTKKEDRPSIDSIDTGLALSAMSSTSSLTPESGTTTPTPTVQVDAGVD
VKPTTPPPLVGTERASLTRLPRRTHSKRASAMVPGQTGLRNLGNTCFMNAVLQALSHTAIFKHYFVAMDLQAKHASAGIM
TPLETTLKSTAMRRRDTAWCFEHVTTRKSTGRAAAREGGLKGGAGKKGSSSNTSNTNSDMSLSYEVHALMRVMWSGRWNC
VTPHALLHAIWRLIPSFRGYMQQDAQEFMCKLLDGLQDELDVFTNIPAGGLLPPEGVDKRTKLHRGNIVNAAFGGSLLST
VRCSRCKNVSKTSDLFLDLSLDFPSGIKANHARTTRRLSRNNSGSSVCEGTSDSGNKNNPLEACSITDMLDVFTKTETLD
GDVYMCSICNDNKHKRPVLTHATKALSINSLPYILRLHMKRFRWQGRTREKVCNLVDFPINGLDMRDYCDTVLEGCENSY
MYDLYAVVNHHGQGFNSGHYTSYCFNSDTGLWTLFNDARMVRNISEEDIISPSAYILMYARRDLPSIQANAPMSTRLDED
LQSMKELNNVSKRARILHPM                                                            
>Cfra_g1708                                                                     
VWAKHFRKGRQEDAHEFLRYLIDAMQKACLAPYDSKMDANIKATTFIHQVFGGYTRSQVRCLVCNFQSNTYDESLDLSLD
IKNAKSLTKALAKFTVRETLEKDNKYMCEKCNKKVDAVKQMTVHTAPAILVVHLKRFDYMGGKVRGHVPFDEKLDLTPYM
SKSYDKVKKEKCTYSLICVMVHAGYTTRSGHYYCYVKGANGMWYEMDDESVNQVKLPTVLRQEAYMMFYSRDSSKQSSAG
VNSVGAKSASEAQSIAMDTRKEINQRREKYEKEILVNEPLRASALPVLSNGVTSSTGNDKKRKKDKMKAKARVDVASTSV
GLKKTVQMPDPTIVNGISTSHTNEHESSDSEREIVKGMSARKAITTSKSMWSIEPMMVPNATEARTPIPLQSENPKKSLG
MKRKFTSPASLLYKRDNKKPKIKHWDESIGDDLSKMKKNAVRESFKERDIADTNRKTKSQSGGSGALFDGLRDMKKDNEL
SSIIGRSDKFAGLGGKVGTWENENTKSMIDTIRHNGPTFKSSVMDTSYTVDDREIDQGRVKKVKQPKMMNPKSNINHFQK
EGERKSMQKKVVPKKFNLKSYD                                                          
>Cfra_g2278                                                                     
MATIESITYHQSYQGCKHVLAMKENNGLEQLKAFKKCTQYLRTGQYNEKVMYTPSCRICGDLNGNLHACLICASYHCRRK
GHAQQHFKDSKHELAIDTESDTVLCLDCGDYVFDVDVDRTIQFELGQSTLGLLKRSGLRGLNNLGNTCFMSCVLQAFIHN
PPLRNFFLSDRHRKDTCIRCLSGEAKVCLGCELNLIFSQFFKGEVKPYSPHQLLHSVWTHAHHLSGYEQQDAHEFYIAIL
NGLHLHFQGLSKDCKCIIHRIFTGAIQSDLQCLKCGNVSATIEPFWDISLDLHSTNNRFGSYSNTSTKIKTYIDFPVHLD
IGPYLSTDSPKEQKEGETFAPHGNHTRQHGSLSKTRSSYSLFSVVNHHGTLHSGHYTSFVRHGDQWFKCDDAVITHARLD
DVLRSEGYLLFYIKDELEYVEKPEVPS                                                     
>Cfra_g2438                                                                     
MGRDNKKKDTKVGKKGKGSSAESDLNEKLRPGEHLDDIDPAVVRFTHSKISPTFSCGRRLEDTLTELVEGRLKVSQLPKI
TVLYGPDGSMYSMNNRRLWTLKQLRDKGMISGNKITARLRPLSSVKTKCAEDRYNSERCSLSAKLMHVSKPTEATDMPAT
NEEVEDSADLGTKKITANHGRTKADPVLEPDPEEQELRIVQVVSAIEDICSTHRQCDITHTKQEIVKTQTNQQNNILSRN
SSSHGSTNGRHSDGDVQLLIPASRNTCISVCGNRERVTVVEDYHARAKHTVNFTRSLDEDDKWDLVSQMPSRTDSLSSVC
SITEEGVTPSIPQTEKETVLTALALKSALAESGAVLYTATNAMAEQMLKNVGWNVNNAVYGLLAAQIEESHIHRRCILLP
TTMPTGELQGMENGGNTCYIDSVLFACFAALDAFDSLLTTGDSEAQDNGNIRVLQDVLLRIINRLRSGELVSSMLMCSLL
DTLHAMGWESDMHNQPMNTTKNKMHGISTHSQHSQQDAGELFLFLLEHLGGPLFPMVQDMVHGGMADSSDQRIIDERMLH
VVVSCGGDSPTSLEALLEEHYFGINVLGVRRDVVDKMGDKVSQNVLALKILRTLPHYSSNNRTTCQQRIIIPICFSRYSF
SDGTPRRVNRRVVIPISLDFSRFVRVDSQLPQSYSLELRSLVCHRGTSVHCGHYVSWVRTLTDEWVRFDDMASPRVQLMS
VSQTSRFMDSSWATDAYILFFELTTLENVPKIKQRTIRNHRHSSLLPPPVDSSTKFSSLLERSTSELMDCSWVNIPNTNE
CQSGASDANEQILNCRTM                                                              
>Cfra_g2458                                                                     
MTFPFKHARYLSKNQPSGRVEQAFARAQKLNITLKARYEDLVAQREMKISKARHETPYAFDLECGMGNFSNGSPQPNSPT
PGPIRMFLEPNQVFNLLRKEPGNVLLVDTRSTTAYNIAHVKVGGIQSIPMPEEILTNDATLDSLGKSISSPEHKGMWERR
ANYNHLILIDRDTQNFDNVRNSWMSPVALLAKLLRESGLGTISVMSGGFQKWYGQYPTECYETNSGTAVVTSAPTTFQIA
YPSLPNDLMNTLSQSVKSRPTQPKQGHRLYPVFPNVDESTSESEYESEEQDEGVEVSAQAPVVVRNRKPQHGSLISFPES
AEPIKPTVVPPPTPTSHKPMVGTAPNNILPVKTKVKKQKPNKHLANAYNIHSLKTSLPKYVRRAGLVGLVNVGNTCYLNS
IVQCLSNTMPFSTHFIEQTYRKDVNKSNPLGTGGELATVFGDLLKVIWTRSERVTTYKPDRLKNVISKFCPRFAGSEQHD
AQELLSFLMDGLHEDLNRSRDRTYKEDPDFNGNDEETAREAWVNYRRRNDSVVVDLFQGQFRSELQCRKCGHSSVTFNPF
MYLSVPIPANASRTSLTSCISTFTAKERVTGNDQWYCSKCKKHRDADKKLSIWRLPPVLLIHFKRFASDPFGNLRAKIDT
LVDFPTSNLDLTNFVPTNDDQQQHQYHLLSVANHWGQMGSGHYTSFCRNVFDKQWYDFDDSTVKRLDESKIQGQSLQELE
GFPSLIKFLKVVLWS                                                                 
>Cfra_g2465                                                                     
MWYNIIKFNLFFNLETVSQTEQNALEAHIERLVDPATGRITLDALVLDSAHLPKRLLENFYRQLREDGKAPTAEVLFRAI
ATLRAGNSEAKERALFDVFDVDGDGFWSEDEAEYFFSTTTIPRAVSVILVQNKKISFDNYLEWLKAHGLNPLTKLMMPDN
YETPTTLTDVLASVTGFTERDIKYLQGQYARVLDQSTTGKLDREAFVLALSVILPEEMSSVMFDMFDTNQDGQIDFRELA
SSLSVLTRGTIEDKLKFCFEPTFASKGSITEARLTSALDGIWKATYIYNHQSDQETTVLPTTSGDTVSQLNSLNSSLLPT
TSPRQRTHVSSTTHANPHSSSGMSGASLFSITSSRSQIASKDLPHSPSATTFTDRYPRTENEEKQPTFVITNTDESDIST
RFLSAGLTGSIEQLRFPDRSSTSLRNRHSICGPIVDSADLGTFETFIANCRDNSTTEEGEISISQLIHWAKKTPVLLDFI
QTLSKIGLVVFGVRPQTKTEEAEFVMEEMNNHMLQGLCRGATVYVLSADWWEAWQAYTDCSSLLNPSIASASGLLLGTPG
PMDNTLLIAEDDGLDFRISVSPTQKSNWHKVEVEQQQTPLLLSPTLSSFKHASEINHDRKADKKWFGFGSNKPREHKIPL
AARKLPVSASTSPIICRKSLPEVPKSFNRIYKYRLKWNLVQNQDFVLVPFTVWHALRHWYTAPIELPRPIIPAGIDNLKL
EVELYPLVLYVVVLSRRSDTAESMTREGGQRSSSMKFRLNSSSETKLDISRSMVNFSVNVSKASTTQHLKSCVLTAHASL
RDGLLVHRRNARLWNFYNANRPRLLETDSRLDDNGLVDSQAIVLEIRDTEVDVWPSETSASTDSIRSFFHSRSSYGNILR
RLWSGREVSVAPVKLKLAIGKFSPQFNGSQQHDSHELLSFLLDGLHEDLNRVTKKPYGELADSNGRENSIIADEYWADHK



SRNNSIITDLFHGMLHNQTRCLECGHENIRFDPFNYLTLPLPSENNVYVEIVVVKRDGSTPVQYGVNVSKTCTNRELKEQ
IEALSYIPKVNLILLETAETRVVGYIRDSDLVKPSIRRSTLHAYEVDIVASKTVVRKENFKHALDDACVVNTLRPAVSAP
TVVKKAQSTTVTLSHADSESVLCTNTTSKVRRKLDMWRPSFSYLTSGSSKNPLRTKSGTTLQVSETLPLKEQYPKLSPRA
DINHNAESLATAESIGSLSALQPTVNGYFLIALHRVCDLPDILVPGKQKPRMVGRPIMLSLTKPKVSHKELYEMVFTQIR
RYVNFSAYREKKTGERLIAMAERARSANGINYARAVTSTRTHRKYQREEDEMLTMNQLSYIGIEWDISGFYLYFDSDLER
QVVVDSSVKRSTEQRCTAVDMMDCVSEFNSRDRLENDEAWYCPVCKRSQAASKSLSIWSLPSVLIIHLKRFHYINGRWVK
NSQKVDFPMHELSLPARSKDESNKKYTLFAIANHSGALGGGHYTTYAKNYRSSEWYSFNDDKVAPVEKSELVSNRAYYLF
YAQDGVVPQELMPTDIDPQPFTKEWLDAKDTVEQRDSSSHVGAGGNSGGSGKSRGKSSTGGKTSTMEDITIGTQLSRANT
IGSLARSPKITTEAGGKSTIASGKSGRRADPKNHEGSRFGTRSADDTGNGFLRADNKRETKRENSSVSGKLSHRSGTSKN
GEKDKDKCRSQ                                                                     
>Cfra_g3188                                                                     
EQVYEDINRSNTLGSAGVMGMSFADVIDELWDVSIPELTDALYKFAPQFCSYKTPDVHDVLTFLLSILHEDLNRIVDKPY
VEMPTCDEYPDQHRIRVSDDAHVFNLIDSVSLQSNIHPNVIEVAIVENSEITKVLESSALVSKLNITTKVDEEAKSICIY
EQADSGKRFNIIIQAQPIRDATGTRLVLPPVLISCQKTVASHKGRDVDVRELYANAAKAIKPLVNDEVWNNMVMFSKDGQ
QNSTSSIRSIGKMSESNVHNTNEIRGSVIGHHVTLEEYDMMSNSTDGDVHIDIDCVDGSVETGTNNEVNLLDFPFSLTLF
VHSQIELGQFDQTVIKGRTVTVPVVGECAPKLYLTFAPIGKDNLYPSCCFEEPSLHASMSEHRDENTVSLYKCLDNIKEL
KRTDEKHLW                                                                       
>Cfra_g3644                                                                     
HDCAETDEVKVYPARQANINFGDSHNQVFNMEHPVAINDGFTISSATQTNDQVVISPDTRVVYDDRVPPAYRVPHATSGC
SSDVCHNCDGFNDANVPNEPIYAPPSVHMHNKDEYGTAVDMYKLPDICHDDSVPDIQIPLDDDSDDDELPAANWNEPEKA
PQNIMSEQGTGVYEQNVAKPEEKSHCTKKRLGNDGSTDSRLRKKTVVRKAALEKKKAIVPQLHGAGVHACGWGNCGWRFH
NKSGLRRHQRIHTKEKPYHCPHADCDKSFSQRHHVKAHYQSVHDDVKAFACSLDNWVNAELMAQLESMGFPAKRAKRALR
ETGNSNADAATQWLFDHMDDPSEDEEEPIRQSDRPINRSTSKRVLPCSNSPTGPRDAKRAATLSSSMTGHLSTVRVPTPK
DKVYKDECVYCFDNAEARGGLFICLNTWRGMCRSHAEMYNKRSGQALFVRINVTKTLKEESIDEDKVNPSVNGVVVHATV
GPRYEYSTTTTIVTLPQGSEICSGDDLDLPSKVRQSVQAIVDSDSAARVEESMAWQEMRSDCPHALTLQQKENNVTIPSS
GRHQCNKCEMTDNLWLNLTDGTLLCGRKNFDGTGGNGHAADYYKETKHPIAVKMGTISADGGDVYCYECDDMVIDKHLGN
HLMHYGINMVGMEKTEKTMAELELEQNMKHEWNVVTESGQDLIALYGPGYTGLRNLGNSCYLASTMQLLFSIPEYAANFS
PTKEVVFKNGRSTTDPVNDLDIQLGKLSYGLLSGDYSQRPSASVEDEETPELHNGIRPSSFKTVVGKGHQEFSTSRQQDA
LEFFQYFLSLSERQNRASGALSSDKQTQTQTHTLQSLFRYQVEERLECGATAQVRYTTTHDNVLSLALPLDAAENKQAVS
EYALKIAEGIECGNVLTEESCPTVRPVIPFSACLSSYLAPSEMSNWKSPATQTMTTAIKTHRFLTFPPYLMVHARRFYVD
DDWTPKKLDVELDMPEIIDLECLRGSGGLLEREIQLPETTAAPQLQLDETVVAELAAAGFSDNACRRATFNTHGQGTAAA
MEWICGHLDDADLNDPFIQSGFVQQGTTEAESAKLEASEEHVSMLVAMGFTVSQSKKALHNTDHNVERAVDWLFSHGDQV
EVMDLVDENDSSGASLSLKATEFQTGPPQYELVGFISHIGSSTLCGHYVCHVKKDGKHAHSLAATMTYILDSLLDPLLPI
VNAMPVAQRAWVPLVVALLVASVTELINYAFLYRKPEFKQIIQEINNAQEKLNKEEKSHRKRYGVNSTIRNKKLPFLETK
VSDPTNRLTKMKMYSMMASAVVFMAFMSSVNNVFSGIVFAKLPFRPFSLAHSVTHLRAKPGDSFIAGLTAASV       
>Cfra_g4108                                                                     
EITYSRLGLEDFDFANHNRTRFGGLEPYASNAYCNALLQGQNCQASNFVRAFQSIPQASALGLLINDETDRQTDKGKVIQ
GFNRFLLSQVHSDMNTIGETKSNPTPTATPTQTPTPTPTLTASTHIQAPSHKQALTRALSQTHSTTNTNTQTYAQHLTQH
THMPTYAHPIPHNVKTGSVSTSAHTPISAITHTHTQTTQKTTNDATQGASKSLSGRSPNAGDHFRTSVMSRSTCQYCSTP
RERETESLVFDLTYHSGSEESILSTKSSSLEKGHALQNTSSGSPSGSSMIRETVTKAYCESCQSYKPTLHQRKITALPDI
LAVSCGTMSDSELAVWRSSTDTRSKTNTRHMASSEGLDSMFEETLGDELESSVYKAKSASWIPSGLIANIQDKHLSIAAS
TRESIQQSAVPGDGPNTNISASSINSPVSLGPSPIRASLPPLTQVSTTAATHQARSENGVDPKRAEYILTSMILYVKGKS
GGNVVSVVWVDGEYHKRASMPVPDSSARGNVPDKGAGTSTNDCGSWYVFNDFAINSLSEEEAFDFSLAWKIPCLLYYTRS
EYVPMDTPVPVKTQSSTPTSAKPAQEKTSEITDIGPLSTDGKREPTDSETTRKTSTTAPSSDDKVYAEDSSPQAQPEPEP
TPPASQVRAMQTSYHRFQQLHKPLTQIVNPSTYTSTPSSTTTSTSTSTSASTSASARAKVQSYAQPQPPTHIHQHPLHQY
LPHSAQKIGPMPVPPRPSVPTEGLTLAERLLRQPQAQTQTQAQTQTEAKQQRQQPQFYLRQLPAHTTSLIPASTPTPTPS
PASTPTSIPLTTSISTSTTSTSSIVDVCDETVEPDERSSNTQTQSLIIKTKDSESIPKIDIPIDVFVNDVEFTTPTRFAR
TATPHIIVPVTSPESLPPPGAKVAIDAEFVALEKEEAAIRSDGTKSTIRPSQLCLARVSVLWAEGTAIGTAFIDDYICTR
EPVTDYLTQFSGINPGDLNPSVSKKHLVSLKTTYLKLRVLADHGCIFVGHGLKKDFRIINMIVPPNQVIDTVDLFYMPRQ
RKISLRFLAWFLLRMDIQESVHDSVEDARTALFLYEKYKELVTSGTLEETIRSVYDAGRHFKWRAPHWP           
>Cfra_g4780                                                                     
DHFIEILKCPQNTLLRFDYLLECVQAINSGTSVTTVCLVLRRLVAECELNVGGEEIENINGSVVNDGAVTESDSMLYECT
SYADVLVFLQNEYKIIDLVVDSVERYLQRLHRPSIVSYTSVSTSTAAPAAAPAASPRTAPISVSTHSFYTPNEEISTRLS
LLGSLLFKSGGRLVLNREHLDALWRCCQTSCVDPITEEPYGEQVLLWLDELVGDSNTVFTPESGQFLFEERVGTTPATMS
HGEFKLLTTLFVQINYTGEILRKEPLGMDRLWFLALTTKSDSLSYKFDLTNSKSPRLSLARRHEFIGRCMRCVAMTTIAS
NQSNPHIIETAKNVATATEQFTLPEILSKNETGNMIPITRALTMLSRYLKMYEAANRDQLASLGLSREGHIFEGKALRLN
VEVQQKSVFQISVENVKTDAHIQVLLTTPCHDQDSGRPSAPQPHTHTSKHESFPVSRANDVPMVMLAGTPYFDLLFALLR
LDTATFISDLWALVVSLPHNVRTYYACVDLDRASPSDTVGSSWRLLLDPSSPYQLLYILSIMSLLMDQCVQTRERDQRYR
CASSDVMAMDTSPGSSVAELWDDQFEACGGVAVLHDILESVSRWSEKHTHKPIYTQTKSSSPYTKNTMYAHKQLISVKLL
EKMLKMLFYFTMSCEMVMVTTDTSSAEGGTDKSVDVERTHKHSYHQSYRPLSLQMREMNRESIDNRLLCGDVDLSIGGNA
CLEAHTTRTKMTLCIEGREVPGNETSFLSTVVDILQFIVGVSGISSDTISNDVRGSMGVDVDADVDVDTYESMNRGVSVL
QDMGVALEDSVSICMMLIIAVCSREQHGSRSARVSEIVSPFRHVLERMTKGDVENTNENGVIGCQATGNVSVVDEAQHIV



SLTPAVSNIPVNPRETRVDNVLSRLLIDCSVIEIRNEAAVGLRLLSDSLSGDDKEQMLDVLTSLLLLVPDDSRQCHDIFD
LMSAVVRALPNNHPCEGSAMSRLMSIAVSRLRNHPALETHRSAEPDVLLGCLLQLLGNVVAKGGLPLVDTNTCTNSTHVR
TSLIAKNVDRSIACRTSYCENNRDTNICALATFIHKECLFSIPTLTNKGPHAPPLCKTAISRSTARALLDVLGSVEKVGS
CVRHQLCSLLMHTHFPKYITKTHAPACTGTAEEVSTPSAMDTSGGDIDIRGDSNENDSVNQNVPIHAEFDCGCNDECDSA
CAVACHEGLVASSGWGRIPRLVERSACGFVGLENLGATCYLNSLMQNLFMVPDFRRGILSTKARLETLLKESPEENLLKD
TF                                                                              
>Cfra_g4955                                                                     
MSKIAEKERWNWVERSMAELICDAPVVDESALWKTYRMDCRCTLVNKRHSNKRYNISCTHGLGEKRWLSQMTRGLTPNVE
SSAEGRHRVTMTTNKDVAAENAKSTRSQKSCCRRVGLRNLGNTCYMNAILQMWFHNVALRNILYNLPIIPHEPVSDSKER
TSSPLFELQKLFGMMQLSNRRIADPSSLLKSLRLPKNEQQDAQEFFKLFMSQLEEKVEEHTSSSMSLNSSNAIKDLFGGE
MMNVVECRCCGKKSETKVPFYELELPIAEIDPLEDEDMYRRFTLEFSMQSILKAEELEGENRYRCETCKSLQNASRHTEL
RSLPPVLHLQLMRFVFDMGTLSKRKLFTPLLFPEVLYPKDFGPTIKLNNPADENIPYDVTAVLVHQGATAYSGHYVAHVL
DISDRIWYRMSDESVEPLSIGSGTKPTSRLQGLGQESENFEDIVNGFDTNILGIKRKKVKKRKSLPA             
>Cfra_g5023                                                                     
DGERKCYDKDQEGTNRVESQRNINHFSERRRDDDMMALDNYGDNTTDASAQAHEDGNIVNEDVWSPTGSNSNSESCSLAF
VDTETSRYYRGSTSGSDVLTDGNGDPELFGLPRVAPPSYTESSSTSTYTESSSTSTILNDTSTGMIQNGVNEIYTPSVTS
PLYSPSHSPNNRAVAGLCGLQNLGNTCYMNSGLQCLNAVPQLVKYFTSGEYEADINKTNPLGTGGALAKEYADVVKNSWN
GTNPTQSPHSFKNALSQFAPMLSGYSQHDSQEFLAFLLDALHEDLNKVLNKPYVEKVEGVVGMDEEKLANEAWEGHLKRN
NSRIMDLCQGQLKSTVRCLACNRQTITFDPFMYLTLPISQEDRHIQFTFVPSAVAGNDVGIGEMMFRLMRYGLEIKPTTT
FKEFKHLVRKLVGLTSGHTTSNEDNRDCAEEEEDDLLVCEVHNSTVFKYYANEKIVDSEVLANEDIVVFHVPLLASPPGY
SSKKLNISQNEGKSADARGSGAKEGDDDLRTQCTGETPINPSENSEDISNPNDSGMDSDMEIASEKNSNANGLVTPAPSL
ADSFPVRGGCCYCSKSFDKLHFHRVCQKGLCSSCVEDHFNNSIEKTCFSTGCEEEITAMDLELVEANSFNTPKSLTPATN
TIRSTSEPFSSSIGASGSFCTALNTYYDRKHEYSCLYSGKKPRVIVVYQMYNSSTIGQPLMASVPNDNTLTGNVLYDIVN
RLLYSRLVQQNERILHSGLKWDKETTSMDALDAVNKVTEWHVSTQKKPTENVDIHRLLKDFTTCENLSENDMFYCSKCKK
HQRASIHVSLWRLPDVLVVHLKRFHYDERRRCKIDTLIDFPIEGLDLHAYVAQHGERMDQSLDADDLAVALDASTGVGEG
KGKVDAYLDTNTQTQALSQNSTTAHTYKRVGVLGGSSNAEAVPRTIMNTHDDSDAAVVDAAVRIGKSVNMGRPRRHSSAG
EITSPDIEVDTGLGEVYDLVAVDNHMGSLSFGHYTAYIKHPNTQDWHNCNDQTVAPVRNPSEVVSPNAYVLFYMRREATN
ETVGASTFPDFPESHRNMSLENLLDPIKA                                                   
>Cfra_g5150                                                                     
MTTVTVKWTKHKYEIDLDTTEPPLVFKSQLFALTGVEPERQKVMLGGKKLDGLMIMMMGTAGVNVPAAPLKKTVFVEDMA
ESEIPTGFPPGLENLGNTCYMNSTIQCLKAIPELKGQLVKVGSEQQNSHKVVSRSLRDLLSQLGNQHATVSPYGFLAALR
QVFPRFAARDDHGGFMQQDAQECWTEIVNCIDKSTPGVGADAEKSVIKQYLGIEMDSKIQCVDAPDEPETNEHEKMFILS
CNITTEVNHLVNGISLSLDGSLEKTSPSLDRLAQYSKKSAFSRLPGYLAVQYVRFYWKASTKTSAKVLRNVKFPINLDMY
EFCSTELKEKLQPARQRFIKQNERDADSLAKLKAEDQKNDKIAMDMDIDAANPTKRDMPSEFLDDVGSNNSGYYELKAVL
THKGRSSDSGHYVAWVRNEDKPTEWILFDDDKVSSVTEEQVLALSGGGDWHMAYILLYGPKETRTNGLTLEDRNPLSAGA
AAAAYIGHYLESVEHLPCMLQRCFSMQRELDARTQDFFKRVDEETNNGLLKHKPNGSLSTNVAKINELADILETCLSYSV
AKERLAAEALNTMGEAVKRLNSDYTQYDYRKKEEQKEERRKRKLIEAATKKPTKKVVVERKKSKPKPPVVKPVESAVKKP
KAPEEKKYCICKSVVYEEMVGCDNDDCPYEWFHYGCVGLKEAPKGEWICNHCMQQRQKQQKV                  
>Cfra_g5276                                                                     
MYSQEDVLGSGTIDTAIAVLASIHVHKLGPRLWERLTDSARVLEMMSEGMIWHSRWLASNVNLTESSVAAADEICGITDC
PVECTEEGFSGTLGSDSFGTPITTAMTQLSKSLLPGELRTYILTIKDIATLLVVTYASFYIFDSHPRNLKGLPEDADLKG
VPPSANASTSTINSNSAREVSGMVNANTSKQPLDQEAKEENVSGNAKAVLVYIPNREVLRRYLNKLYDFTEFADTLYTIQ
LVQPLHPVTREPDATKQPKNMSRQRSASSDGISATASSYATSLFGRLTSYDSSQALNLAANRIESTANKLGLSTPALASC
QRLRVSLERHISSPVPISTTSLTEALYRLCECINVRSKESHVYSSAEVSGSIFQGAKIIEGIQQDAHEMLLLLLARLDEE
RCAHEEQATSVASPPTTKYELVAVMVHRGNEGGGHFYTYRRLLHRRSGVDDTTTFTYPSVIPQVETQSPLCNKREYIGAL
ESTTTIAHKLTTNPLPEVSACECGPTVDNGAMEELWYRISDESVVPVEFSDVLADPAYMLFYEQIPFCSYCCSGSQLS  
>Cfra_g5339                                                                     
NIPLRFGSYVSDDNVIIFGRFRLDECKKWLSEADKLPLIKKKYRDRASGSVVSLRRRQAAAAAAAKAAKAVVKATVVNDT
YHPHTKSFHPNPHASPFTPSFGHSQPISTTISGDVIQDASANISRVGTTLMGSTPTPAKLPVASYANNMPELGVQGSCST
VSDEKEVHSCNESRSSILPEVKVHQNSPSSVSQFESQGDEKDKETTVFNAPVQANDVHDLSTPVCTSGSQPPVVPDPSLD
IDSLSQSPSVPPPVQSRSAPTTTIIKAQAQAAPPTAKSGCMVWANLFSVAHPVEAKSQMKGGLSDNDEGKGSVTSNTKKG
KTRQTTATSLGDVMSKFNVNNGIPSSSISYTSRGLINHTNMCFMHTILQTLLATPLFRQFLSETQLPFPILCPQSKNDTI
RTPILDALTHFFKAFDISNPSKKKNNSAVLSNGIQPSLVGEPFQPIKLYEVIQKVRKQALGSQEDAEEFLSFILDTLHEE
CLAVMENNSSTTNSDQTGIQKHNSESKGSGDWEESDFSISPVTRIFGGTIRSSLKRAGSKVSITSQPFHSLQLEIAHNDV
HNLNDALRHLTIVENLDGVTCAQTKREISAHKQSRLERWYGDILVNVYQQFHVKVGKDINSSVFFPSSYADLVSAPTKIG
SAQRQYRLFSVVDHHGEEAEGGHYTCDVRKPGTQSWLRCDDSKIEPISPEEATGGVEYLSDDHTQNGRNQHQNNYCTSRS
RSPLRSGKNRGDAYILFYERCDPSMTTVTSTPAKTSVQTGKANEY                                   
>Cfra_g6861                                                                     
KGMSSVWSGISGYNSKKATGCVGLKNQGATCYMNSMLQALFFTNKLRKAVYNLPSNETDTSVSLALQRVFFDLQTLDVPV
GTTQLTKSFGWNTAEAFMQHDVQEFNRVLCDNLESKMKGTPSEGTIASLFEGKMKSYVKCINVDYESSRLESFYDIQLVV
KDKKSLYDSFDEYVVEETLDGDNKYLAEGYGLRDAKKGCVFEKLPPVLHLQLRRFEYDIEADCMVKINDRHEFEERINLD
KYLDKAEATPADYTLYAVLVHSGDIHSGHYVAYIKPKIDGK                                       



>Cfra_g6890                                                                     
MSTMVAQALEVQQNSIDSALTKNYESFDRRITFKKATWAGSTSMENTTHKPLNVVEKKFGYDSETNIKKQKKSTKDQKTD
DAHEKDINGEQLPKPGRILFPQAKIENIMKWQVVSKAGGGLYNYSNTCFLNSVLQCLMYTPPVANYLLSGEHARNCQLKN
EPCAFCEMESLTKTAHGAKNNAIYPKRIVGSLK                                               
>Cfra_g6896                                                                     
EREQVLFSIQCDVVNKRSVRESLEMYVKGEMLEGDNKYYCDKCDLKVDAEKRVSVYQLPNHLIFHLKRFEFDMELMRRIK
VNDRYEFPAELDMYPYTLEGITAAERAEKGLPSQPRQHSKEHYIYDLSGILVHKGNADSGHYYSIISDREIMQREGKLKG
EARGGDGKGGFGGRWMLFDDSNVREFDPQ                                                   
>Contig2285_Abeoforma_whisleri_fr1                                              
QQHQQQQQSRKQAQQSQNESDIKDNCEHWKRTVKCASLRKQQQQIPKCKGCSSTEGNAQEPLSVCFFCGYIGCESHSLAH
FEKCTTHSIKFNLTSNSCWCFECDSEISTPDKNEIVRAVKIVTSLMLKPTAKSTKSNRDVSSNSSSASNAMPPSPKINPV
AATPSIPVSTSSIIIKPTDSKLHIYGLKNLGNTCFFNSVMQNLANARPLMKYIFGHKSELTYLNSHNLCIPSPYVRDVSN
AKPVSTDDDLYSVELNLTESALGPLTLSTCSFFVEMNSDKPANATSSGTNATNAGGRNRGHQNANSNNRNKGNNGGGNIN
PQMLFNEIATVAPRFKSYEQQDSHEFLRFLLSGLKSEERKRRKGEILNYLNVPVDCKPSDLDDDLRDLIKKLAKFDTLVE
NVFEVELMNVIKCLQCGKESKSHERNLDVCLSLKSKVSPLAPNKQAQKKNISQAISVSKHQKKKQKKQDRKKKGKNSRAN
RRNNNRNRQQGPNAKPTVDDEDEDEDE                                                     
>Contig2526_Abeoforma_whisleri_fr1                                              
TCASTDDNDVKAKEEETSIQAAQNHAEKTDNDTDAPPEFKQIFVRDLDGTLMTFNVEEHQTYNDLKPMINERKKQMRLES
TTMNKEESEKHANFVDGTSEINQVDSAATLPIPSTCIERLSPFPTLDIEQEREMSVLQSLVSLFEIEHLTGCNQYICEAC
TAVEKKRRESEFKDTHDIVENENMTPMDIQADGKEMDVDCQQEPKDIIDNNQQSELNEQESNPSMDEVIDQSGSEDEKSK
INDEESNCKQDQDIVDQDNSHRDSPDKDVPDPTGINDKEEKSDVATEEKIVKEKVAVYVDAARQSALTKLPPVLTFLLKR
FEHTAHGLKKITDPVDFDLYLDLSPFCSNECIVPTTDFSHTEVPPSSENSKVSSPCLYKLFGVVEHEGGMRGGHYTSYTR
MKKNTQFDDKEENDGVRAHERNHDDDVWYYASDTHVSYVSFDKVQKAKASLLFYEYVGKIADCS*DNTSNYK*ETKENFS
FFFLSPRFFISIR*KKS****CIGQNLSFVS*IAVVARLPKNKTTSNK*QQTMKHVFFLFLSKK*YMGRRLLESVVFLTR
FLEAKISVWNTRVSHDS*EEKRKTGNSKYSKNVSLTHTQREDCTIVCFFHKKLERTEASLCFINKLIIGNGSHQEKGTAE
NTK**PNTFAFCYYAKTPAVHNPMIT                                                      
>Contig17253_Abeoforma_whisleri_fr1                                             
DRKILQVVQYITRLRQT*RKMDNFINYKRKTDLVTSETAKSSSKLKKRKRSKLSLSTSQESDELKQTETPTKTLTELFAM
GSNFPAPKAKKRDKAPFPGLINRGQNCYIIVVVQMLFYIPKCQHSLRTLQKELNKKNIRDELLQELIEIFDTLSATEKDV
NINENHEMQLDENRDVDAKEISSFLEILRTRNTFSCWQSQQDTQEFFVFLTSHLISLCDQNFDVDNVEYSQLLPT     
>Contig19570_Abeoforma_whisleri_fr1                                             
NYDSDSEEFDPMILLEFVKISYLGSSSLDMGPVTKFTQIIDGVEYIHFQYRFSLSLVWDDFAAKTFFLTGSQNPVKIPRE
LSENEDKELTLYDCFDTFVKEEQLNEDNPWYCSECQELKQAYKKMDLWKLPDVLVVHLKRFSDSGFFRRKLSTFVDFPLV
DFDLSNYLQNAGVTHDPDVNSKYDLFAVSNHIGGLGGGHYTAYCYHADTKKWYDFDDSRVCEVTEDKIRSDNAYVLFYSR
KQSAI*KRKKKE*YT*LKKRPLWPNLHLKKFNTDTHTPRL*DKISRHYYPRSMPGHIKESLLFLLSILYSTTHKHDAALL
LLFSAVALFQFNNLLPLSILYSIQLDHIIFSLSLSL                                            
>Contig21253_Abeoforma_whisleri_fr1                                             
SDKILKNISFSNHLEIPEDIFYSSVQKKTPPSLRKFRLFAVVYHHGASMEGGHYTCDVRLPNEHEQWVQFDDANVRKLSE
KEKQHTQE                                                                        
>Contig40537_Abeoforma_whisleri_fr1                                             
GPPATETSQEEADRPLVDRFRIERANPPKDLIAKFERCRSLLEPVRLFTLILIKCKHRILLETRSNLLLALANDIFLCDF
ENLDSMHVGFYRDYYITMRMLMSSFPEETGFASQFTTIMKPIAIEDNEISELLKLDLLDTFPKSMMPVSKYLGPQQNGRG
LQNLGSTCYLNAILQCFYRSTQFRELILGFELRRNSNPSFKAIQKLFALLKYSTHPCVNTREVFDKCMASHFGHDQQDAD
ECLKILLGRFDDRKEIIDQNGEGFNGFDCFKGRECSLVTCLECNYESRTIQDFADFSLAFDDDNNNNK*VSLQYHYQLY*
RE                                                                              
>Contig63171_Abeoforma_whisleri_fr1                                             
VPMIDLSMDLSMDLSCTITPSKPTSSKELSSPIITTQSTRAKADRHPASSNNNDNDNDNSINSINSNNNSNKSTMNNINQ
FGNTNNESSDDLDEDEYDDDVEIEDDVGLRLGLDNSSSSNNIYDLFAIINHHGGLGGGHYICYAKNFLTNKWYEYDDSYV
REVSEEYTQSVEAYVLIYQRNNDQKSAERAFVWNLIEKSPESSPKLFISRLWLSLWNTTVNPGPMLLRDVCCIHSGAKPC
LGRKVEKMVIGIPANVATYLFNLYGGDEPLRSLSTCVQCEKKFQELKRSRKEEYDFFDYYCSIGAKESYYYVPTSWMKKW
LHYVNSPFEETEFPGVINFKVLRSSDGNPRANLRQGTTPR                                        
>Contig71198_Abeoforma_whisleri_fr1                                             
TN*PSPRSIDVLLTARHLHRLLKFLQVAK**IQSKNKDTQKAKQSYMVISQSVFISSKSS*NMRTIAEIQNGEIEFIRDQ
STKIFHHLELCVDKEGIRYELHSDALKRNVRVVNLGRIEKNEEKLTFCLSRGRKLAIEATLEEIEEFYKGLKQASKAPIK
SKTNPEDTLHLGTPNNELTRSSSDQHNTLQKIKKTSRPTPPRNPLRERHVSQRTPLSKGSQRHIRDIHRSPHQRQPLKEK
ATVPLPETPITKTPIKKTPQESHRVTNILGMTPNAMSRTNNVSIVAPPVADDFYSRSETKRPKTPSSHITPNRSSYSVPI
RTITPSVASGIKNIGNSCYLNSVLQCFLNLGPFSSFVRQNKLQPSQRAPIYSLMEGLLMDRKGKKTLDATLMKTEMCKYN
SEFSGYRQQDAHELLGLLLSSLQKQLSSTKLLPFVHNIFQSKIKNRLECTHCSHVSETEEDFNEFSLNFPPEQDSNVNLS
FMLDSYFEKEILERRCP                                                               
>Contig72048_Abeoforma_whisleri_fr1                                             
QQQQQQQQLQLQQQQQRQFEQHQYQQHHQRLSPSQFKIFGILNVGNSCFINTLFQLCYRFDDIIAYFSQPQLSLFFRLCS
HLYEFDGHFCDKYGNQDNIGFRNQLLKLDLEPNPIGEGIKQEDVTEMALRYFVDLESLFEFSLKETKICYSCNLQIKTTD



PLGSLELRFDGTDYNLNAMILHHKYEQKEMRCPRCQIETRFSSVLEEDGCPAPRILKIVYARFIYDYHRKQRIKNNSYVT
FGDRLLFCQSLFTLKCIIMHHGSTPDSGHYTMFGKERDGIWYHFDDDNVLLCGTFANVESQLATFKLTSTAYMLFYEKDA
*EF*THISVNVYIQLPTFKSTSTAFMLFYEKDVE*EFEQQRMVTNKNCY*WKILKISTLSPSASRNCARDIGILDNPRKL
KAWSRRY*IFWIEFGRVIEIFIQNAKFPH                                                   
>Contig2286_Abeoforma_whisleri_fr2                                              
NSINNNNSLENKRSNRKTSLT*KGCSSTEGNAQEPLSVCFFCGYIGCESHSLAHFEKCTTHSIKFNLTSNSCWCFECDSE
ISTPDKNEIVRAVKIVTSLMLKPTAKSTKSNRDVSSNSSSASNAMPPSPKINPVAATPSIPVSTSSIIIKPTDSKLHIYG
LKNLGNTCFFNSVMQNLANARPLMKYIFGHKSELTYLNSHNLCIPSPYVRDVSNAKPVSTDDDLYSVELNLTESALGPLT
LSTCSFFVEMNSDKPANATSSGTNATNAGGRNRGHQNANSNNRNKGNNGGGNINPQMLFNEIATVAPRFKSYEQQDSHEF
LRFLLSGLKSEERKRRKGEILNYLNVPVDCKPSDLDDDLRDLIKKLAKFDTLVENVFEVELMNVIKCLQCGKESKSHERN
LDVCLSLKSKVSPLAPNKQAQKKNISQAISVSKHQKKKQKKQDRKKKGKNSRANRRNNNRNRQQGPNAKPTVDDEDEDED
E                                                                               
>Contig11848_Abeoforma_whisleri_fr2                                             
AVVLLLFFYKNVALL*QTSDIVLTINIYNTFYQLLYNMTEIYCSFPRVCNQKDMATSQIENDTQPLESDDEGMPGLIDQD
VDKNNPFSDDFVDVGNDTLPSYTCDFDGNINSAGSASGTITSDPETVILNDNDDDDEVFFSSPPASPITSYSATQPSTYS
SSYSNYSSSSYYSTYNSSRYKKRKEKTSYYQSDSAVPGLCGLSNLGNTCFMNSGLQCLSNVPFLTEYFSSNKYLADINRN
NPLGWKGKMADQYGALVRSIWSGKYSSVGPYEFKTILSTVASQFSGYNQHDSQEFLAFLLDALHEDLNLVIDKPFVETIE
AKENDDEVKVAAEAWEGHLKRNKSIIVNLFQGQLKSKVVCTDCGKVSVTFDPFMYLSLPIPYDSTRSIKFTFVGRKSSVP
VQYVVSVDGDGKVSDLKAAIADLISVDATCLYVCDVYNNSIFAEFSSEKSITDIRENDDVVVYEIINLDKTEQTDSDTKE
NETKVECGICLSAISNEDAFVHESCKDSMCKPCLQEFVNERVRGYNPPSTIPCPVCSGMITLASLSGVVKTTYTYTYQKP
KPPPITKAHLEQRMATTPTNRFPIKKGVPLVVPWVTSKGMTCDNLRKLMLDEVKSKLIKPELINEFIENEEEDYRLIFGS
HLYGSPGCEKTSMDCRGCEIPNTDEIVTPSSSKYCLGIEWADAAAYEKYSACYEDKLETTESCKSKDVEALNIYDTFEHF
SMDETLSDDDKFYCSDCKELRTIKKQVQIMSLPKVLVCLLKRFHFSARAKLDVSIDYPLHNLKVGRFMANQKNKDKNKES
SVVSEEEYDDCDTESDSDDSYDLVSVSNHHGGLHGGHYTAYCKNHRDSKWYHFDDSRVSEVDEKEVKENDDAYVLFYCKR
SYIKDMKEMDLELITRGENDEIKSDEEVEDDDDYYSTNSKSSYYSSPITSSPAYSPPPAYNASYSTVDNSKLSNNVMDID
GVDSSDDEFTQKLNNAPDSERLLSDDDDNDDGDNLDVNEINPDNSLC*ILIMIIIMTKKLEIFRWREVL*FSIPLC*LFF
LLAECAFLYSS                                                                     
>Contig12676_Abeoforma_whisleri_fr2                                             
YDSKKMTGFVGLKNQGATCYMNSILQTLYFTNQLRAAVFRMKTNPEEESTSVPFALQRVFYQLQTSEEAPGTTDLTKSFG
WTSLDAFMQHDVQEFSRVLCDNLENKMKGTDVDGVIAKLLEGKMKSYIKCIGVDYESSRTEPFYDIQLNVKGLKDLHASF
ADYIEIETMDGENKYRAEGHGLQDAKKGVIFQEFPPVLHLQLKRFEYDMYEDKMVKINDHHSFPEEINLDKYLENPDTDN
PNDYLLQSVLVHSGDVNGGHYVVYIKPKIDEAWHKFDDDRVTKVDDIEALDYNYGYTAPENPLQPEQMTLKDRKAELRKY
MNAYMLVYVRKSLVHEILCPCTIEDIPDHLQKAFGQEIEKKQQEDAIKEKEAVNVNVIVIRLQDIINHHVADNYYDFDKS
TELPLNFKLKRSTPLKEINELVAEKTNIRPSHQRFWKFMRRQHALRPNFCIPLDSTIDNLVSSWQTEIRIFLEECETITS
PNNQLKQMPPVETSIFMLFKFYSPKDSSLEVVGYRLCHRQSMIDDLLPAMKEMAKLDSHVNLSVFKEESPMGVKLKDSER
LDRRLTTGDILCFQISPTEAEINTYGDMAHVDRYLTKMAMRLVVTFKQKVEAKDGVPKSHSLSLKKEGIGSNSSIDTDTT
TSTSSSTTSTTTTTTTTTTTTITSSSSSSIAVATETNLPKIEMTSGGEGDIPRTSPTIVTTTAEDDSNKLDHYNNNSTHI
NNASDNDSFGDIPRTS                                                                
>Contig13185_Abeoforma_whisleri_fr2                                             
SSSSSSSVPVFSSSSSSLSSPKDRQASTAKLKTTGPVTSTTTITTMTTSMPSSASLVTTSSSAIATTSIAPTDPTENIWA
MRTREAEEKRKLELETKRNTPPPSNSPVPTPNVAAVNRPHGMIPNGHMSNQASPPKSPEVSGKKNNRTAPSKTVPINNTS
KPASSIVTSTTTTTITTTTTNTTTSITTLATTPVTKSPWGSKHNIHKPIEVKTAKKSIGDILQSFTVYDDSHIIPYSPRG
LINNGNFCYIHSILQALLACSPLYNLLNTIKKHRLDYTVATPVCDAMSDFIDNFKVFPDSTTKILGTKEKPFVPLKVYET
VKRLRNSTWGRQEDAEEFLGFLIDSMHEELLTIKRSTTVQPTGVTRNGMSSSSSTTPTRLP**QCRTSTSAYCPQFHFKT
TTPITTTSIFQGLSYKHQTAWTSAIKGTSITASTTSTTILVYFCSARLLRCYFYN*NKK*NF**RGR***LR***RRRGR
QRY*K*RQLSKYSFE*ASSL*SSQEWLIKLWKEK*FVSSGDD*SFGGWTTSGCWKEASDLQSGGTFQVLYGSTPRYVDGQ
SKEKKWSVRISEPRKGNSKGKGPTKLCSTYEVLSSKTKR*SRPAQR*HHSQSTLPK*KYT*SKKYSF*LLGKKKKKRLKG
GDGKS                                                                           
>Contig13538_Abeoforma_whisleri_fr2                                             
KIQFETGCCECENVNKKSEDFVDLSVPIVASSLEQILNKQMDYEMLNGENKYNCDTCHVMVEGTKRTMISKLPQVFFFHL
QRARYVNSNIFQSSKQTEETTLPLSLNFENWCIDECNYKHLSYDLLAIICHKGSSAASGHYVCYIREPNQKSRWLLFDDS
KVFFVDKDEIEDMLAGKLNNCLSPYMLAYERQSNE*LLPTALILPSFLLSFFSLFSRVKFRFSLNPSVIVSLSFLFYELI
PATHPP                                                                          
>Contig13539_Abeoforma_whisleri_fr2                                             
KIQFETGCCECENVNKKSEDFVDLSVPIVASSLEQILNKQMDYEMLNGENKYNCDTCHVMVEGTKRTMISKLPQVFFFHL
QRARYVNSNIFQSSKQTEETTLPLSLNFENWCIDECNYKHLSYDLLAIICHKGSSAASGHYVCYIREPNQKSVSHVPK*G
SILRNANVHFIIEHCQQLVMNK                                                          
>Contig56372_Abeoforma_whisleri_fr2                                             
QQQQQQQRSSSPRTPAPYQPSPSTTVSKPVHTSSAESGSGSIRSTSPPTIVDVTARRVSKVKDDDLNLVRRRSTISETPK
SKPLPSDNDEEHGKSLYFSTASFVPKGIKNSTGENNCFLNGLVQALYHLDTFRSAFAQIEHSCAEGSACILCSLNTVFVA
YEFGDEPFIPADGLRQTLSILYANEQRFQLNHMEDAAEAYEAVVSNLHFALRPDKPDLCEPFCAIHKVFGTRINENWVCC
DKTFSSTYDNFIQYLPAQSIFESSQRAYMASSQ                                               



>Contig57083_Abeoforma_whisleri_fr2                                             
KSHSSALLLHCPPFFSLSSFSSILFLSCRALIGHLFSN*TS*LTSIKMVNMKKKNITESLSAGKYRNNSNGFHTKQPFQK
KTIQKPNNDLKNKFKQHNQSKFNSNHNNNSNHHHHHNGHKNGHHNGNHNGNHQHRNGVQNGQQQQSKAQDTQSEINNILK
REQNLLERRIKFVPAKMKDTADDEMRARYTPINNVSEIGLKGAKKNGKKNNHKDDDNDDNDSNSDDENEKQTEILSKWKD
YNGLKTPRVTLFSEEKAEALMKQKPKILKVGAGLTNAGNTCYMNSTLQCILYTPGFLNYLCEGKHSQECRIDKNSFCAFC
DLEVLAQKSMKGNLRSIHPKQFTSRVKQVAKHFRHGRQEDAHEYLRHLIDSLQKSCLYDYDKNIDDRLKETSLIHQFFGG
YLRSQVQCLSCKYESNTFEATLDISIDVASSVEKSLRTFRNKEVLDKQNKYHCDKCNKKVVAHKSYSIHVAPRILCLHIK
RFGFASIGRKIKTKQSYDEYLNLAPYMSSHSNTATKNSVEQKNLTYRLFAVNVHAGSSVHSGHYYSYCRAPNEMWYQLDD
DDVTKCSLKTVLKQQAYMLFYMQVQSSDKAMSIPSEIANPQHSEDQIEEGDTNLRQKKKKQQEQKQEEQKEQEQEQKLLT
KKDVKPKNLQRSNSTSALENSQEKDVDTNDNKNGNINRSVSSSNLTNGYDQDHGVALSRSETLDVRKLQRQLKKKERKEM
KRRKLARLLLLQEQQQQKQQQQQQGSSVGQKLVVLSQEKARATANNGGWSVQVVKEENAVVNDPSEVDEDDNEDDGSGFQ
ISNGKIKIDHEKKKKKPHHDNEEIKKKDKDSKKSRKKDKKKKEEMSKTATVTTSTVTTMPSSKDEHTHNKDNDNDSTTKE
TITATATAITTVSKGATKKKETFVVNWDDGIVDDVGMDIKRENGYKKASLKFDGKFKDNSHVVKAMRKQRFSSVGSSVTS
WDESSANSIDSVPDTLRFQRNKDDEEMDKGKVKKVKKKNNKRNSNDQQRKTNNFQYQYEEKRRKQSEST*TLRGNIKDYF
SARAFVF*TSRERERVSN*TTGLIYFLYLHRPCEQRRHLSLKLGIISFQNFLKDID*IKLAIHLTIACIVHMIASKACHT
LYISYLYVDQFYNRIRTMIGD*LN*ICLK                                                   
>Contig57379_Abeoforma_whisleri_fr2                                             
ILTQLQVKSM*VECQDGDLFLYFF*FLYSSLTKELKEQWKKRLRSTCGLKRYNL*KMNSFLKLKKEYMVV*TGSLGK*AL
HHPHKLWIHLWRN*RLLPLFSSVYPCFCQSPVLAITYCQQKAPKKKKRRLKSKKKKLPVGLRNEGNTCFVNCILQALSSC
PSFLLYCEDTMSLIHNHQSVEKLLPVTEACVGFFHHLQPGFDNEQKASFGSAAFLMKLFNRVHDSSQQDAQEFFQHVTNI
LSVERKNLFRVQGLKCTPECERLPLTAGTPFLTSFTASQMSCTTCSQKGDVSLIETGCLHLNIGSSMLTCSLDKLLKEYF
RNEMISDVICTHCSEKVGKIDSIRAVHSKEIKYARLPKMLCLHIGKLFWSKAHCAMIKSHVRVSFPLVLDMSPYFGLPAS
SSSLLPSTSITSSLDVFSSKSPKTFSPETKTQCPTEATTILNSVTSSRIQTKEIKKINGSHNLVTPSSSSSS        
>Contig2113_Abeoforma_whisleri_fr3                                              
FCAHFDDVFSSFVSSSNFKLWISQMFLENQNGLLGTFTSSVLCLLYDKCSDSVNGNLAEKLFAILPTVDGASQCMDLFLL
SSKIIESKPNISPSIELVDALVEKLQSHTTVEKHDSMEEDQFLIGSLKVLSSILEVNSSLIMEKTQEALHDFLFFKCLFD
TPTENNHDSLSGPMCKKIPSRIVSYGVLLQLATHNLNIFGRLGALLCKKHTEMDLGKIVSWYYSPDNSLKASCGYVGLEN
LGATCYINSIMQQFYMTPDFRKRLIVAKPEDKIKETDAENCDVLNQIQKMFLYLQESEKKAYNLQPFCDIYKHYGETMDP
NIQMDVDEFFNALVDKCESALKSSQNESVFKDSFGGKLIQQIISQDDTCKHVSEREDDFLSIQCVVANKKNIQESLDLYV
AEELLDGGNKYLCGKCNKKVDAIKRSCIKVLPANLIIHLKRFEYDFTTMRRVKINDRCEFPEIVNMRPYTLEGLAEKEKC
SDDVEVEKEDDDSFKYQLVGVLVHTGTADSGHYYSFIKERDENKESRWLHFNDSKVTVFDPEDIDSETFGGSDTVPRYDP
VKRANVQKYMEKPNSAYMLFYQRIGDPASVAQQKENAATSTTSTDSETVPQQLQQTSPTPVSTTSSIPSSTATTSSIPTS
PRTTDSMNIVKNKDKNEGSNEVDVEIGLDMNIDANTAIDIEVDGNDDGDDKDNDANIDKMVDVVDDNADEGNEVVAADKL
VAIDGDNGGDIGEEVDDDNDDSALPDEEGDERENGVTVTSPSSPSSLSSSSKQILDSSSSTIVISFNCAVIEAIN*SFAS
FPMLLRNDDDVNIGDVDNDDKDDDDKEDDTDDALDVCRELTWSRRMVASPKSTVIDFLYWYEIS*FEFRLS*E*SRKSFL
SLSSSIFTANFLFLLNSPDCQCDEKVDCRKRCCCCCCC                                          
>Contig18663_Abeoforma_whisleri_fr3                                             
TKCLCCETVSHKDESFLDLSVDIEQNSSITQCLRSFSSTEMLQGEHKYFCEACCSLQEAEKRMRIKKLPPVLALHLKRFK
YIEQQQRFKKLSYKVVFPIELKLFNTCEDSENPDQIYDLFAVVIHVGSQPNHGHYISIVKSYDCWLLFDDEAFQ      
>Contig22867_Abeoforma_whisleri_fr3                                             
FN*KIYENYQVIFHNPLVRKMFLKFGNNYHKLKLSNKKVNLLRCLGKVLKSMVNDAQFCPKVLKTALKKFKKALRKVFDF
PARKQHSAEEFLTKMYGLIDESKMFRNSISDKARFQCARDNLCTDETCQMITIACNDGPVITHDEDKIILSNFNEEKKKA
SVDQLLSKKFLEPEELDGDYVCYQCQNKGTSSFKNLLWTTPD                                      
>Contig28251_Abeoforma_whisleri_fr3                                             
GVEPDNQKVIIAGKPLKDDDWSGVKLRNKMTIMMIGTRGDDIPVEPAERPKFIEDMPDASSTGVPSGLQNLGNTCYLNST
LQCFRAVPELKDAIQSYQSSQGNDTSGAIVKGLNTVFTSLSKNDEAGGSMYTPAPFVMLFKAAFPQFAETGDHGEPLQQD
AEECWSQLMKAMADTVPGINGSSQSFIDQHFRGQYTTTTHTLEAPDEKPTSSTSSFTIQKCHISNDVNLMHQGIKLSLKG
TLEKKSPTLDRNCIYETDAKYSRLPAYLCVEFVRFFWKQDKGKKVKVVRNVKFPASTDLYEFCSDELKAKLNVMRLKMKE
IADTKATKKIEDMEVDQGAPKYLPYSFPDDPGSNNSGKYELKAVLTHKGMSADGGHYVAWVKDEKTEGQWILYDDDKVSY
TKEEEVLKLSGGGEFHSAYLLLFGPTLTEEL*KSCLPPPPQFSFFSFFSP*EL                           
>Contig34862_Abeoforma_whisleri_fr3                                             
SSSSSSLHSSTTSAQAIATTTTTTSLSKIGGTREKNDAFDNSNTGGEADSEAHKHTSPKLARKRGLRYVLKSVVVHYGPT
GSGGHFCTYRHINSKDEIIINNSKKRSAHTYHSNLNIDSDCLETAGKKDDSGYVQEDQGIWVYIDDNVVTEVTERQVLLC
DPYLLFYEEQER*KFDAGLYDFFYFVVVAKRCLHVCCLYVAGGGNELFYGYFINLSKIERKKID                
>Contig38923_Abeoforma_whisleri_fr3                                             
IHETNRNSDSSYAYDLNSVIVHIKFGKDSGHYMSFCRD                                          
>Contig45502_Abeoforma_whisleri_fr3                                             
GDIYGGHYNVYIRPGLDQKWFKFDDSIVTEVSEKEA                                            
>Contig57463_Abeoforma_whisleri_fr3                                             
FHLFSGFLYLLFLLVSL*RQY***MSVKKFKEKSIGRDQSQSHANIV*VPQLIISRFQDRIQFSIYTRTF*YRKEQNEGS
RSAERTN*RKVMSLPFHADYCTCKHKDELRRKTTLDNIDVIFQFVFKLHRIRKKKRKFPTCQCHVCGSVSNRLHACVSCA
TFSCWTRDHCQGHFDKTKHPFAIEFLTKQIYCFLCNDYVYDSEIDRKREVHHSQTFVDSLQCFDNNPKRIPYSIWKPTKD



ETNVIQKYSETKTKNNEYLCHGLRGLNNLGNTCFMSCILQSFVHNPPLRNFFLSGQHKQENCVIKMQSKKTVCLACEMDF
LFKEFFNGDIHPYSPHQFLHSLWKHASHLAGYEQKDAHEFFIAVLNGTHLHCQGTNLNCKCIIHRVFTGALRSDVMCLKC
GDVSTTIDPFWDISLDLHERTVPTKSGQPANTDSAPHSLVDCLKRFTKPERLGSDQKILCGNCNSYEERTKQLSLRHLPI
VVCFHLKRFEHSSTSTTSTKIKASIEFPAHLNIAPYLSSTIVKKRETNSEKAVEEIEDESQLMGSLNCEYSLFTVVNHHG
SLDSGHYISFVKHGTQWFQCDDGKISIATTDQVLNSEGYLLFYIKKTLEYETNYGTN*RNLKGKKTLQSASYCPPPP   
>Contig63172_Abeoforma_whisleri_fr3                                             
DNDNDIDNDNDNSINSINSNNNSNKSTMNNINQFGNTNNESSDDLDEDEYDDDVEIEDDVGLRLGLDNSSSSNNIYDLFA
IINHHGGLGGGHYICYAKNFLTNKWYEYDDSYVREVSEEYTQSVEAYVLIYQRNNDQKSAERAFVWNLIEKSPESSPKLF
ISRLWLSLWNTTVNPGPMLLRDVCCIHSGAKPCLGRKVEKMVIGIPANVATYLFNLYGGDEPLRSLSTCVQCEKKFQELK
RSRKEEYDFFDYYCSIGAKESYYYVPTSWMKKWLHYVNSPFEETEFPGVINFKVLRSSDGNPRANLRQGTTPR       
>Contig64777_Abeoforma_whisleri_fr3                                             
LVESRMTTVGELYQKILDHCTVEKSDDKSPMRFCLWNIYDSASPEKLEDKMKSLEDSQIVDGQEILIESYDSRLRLASNV
LASRVNTASGINNNNNANNNRKVSPPSGFLKRENNRFTIRRHGHQHGGVHLNLGVHHPKYELGVCGLNNLGNTCFMNASL
QALSHTEALTNYFLKGYHKSEINPDNPLGMKGLVAKSYGNLIQELWKGDDASVAPIKLRWTIGKFSPQFMGCQQQDSHEF
LSFLLDGLHEDLNRVLKKEFTLLEDSEGRDDKVVSAEAIEAQKKRNDSIVIDIFQGMLKSQTRCSECQHDNVRFEPYTNL
TLPMPSKDSIFSEVIVVRLDGTMPIKYGISLTLNANYRALKQKLQEYTEVNANNFILCEVSMYRIVSFVQDMGLISSLAT
NSALFAFEIINVPASNPSSTSTFPLFIGPVTTTPLSSTSSSTTSTSTATSTALTSTTSTTTTT                 
>Contig76248_Abeoforma_whisleri_fr3                                             
EQPIYREVVQVGYSKENRIDIHRIGIITRHVKTKQEVEVRVSKYMSIGDFKIKCKEVFECTDLNLDRIRIWKMHNNAPFN
VIIKEEKSFDALMVSDKDKMLFDIKNDADEWEQSNVSSSTTTSAFEPSRYSTSYSSLYSNPGLTGLNNLGNTCFMNSALQ
CLSQTKLLTQYVLDNKHINEINRTNPLGMKGEIASEYSELIHSLWTSTPNVAPRSFKLTLGKFAPRFSGFQQQDSQELLA
FLLDGIHEDLNRVVDKPYTTMPEIKDFPDIPTLGIKSWETYKKRNDSVIVDLFQGQFKSRLTCPDCKKISIIFDPYMFLS
LPLPARKLNLTVVFVPSVNYKEIFLTDEEKLNQSPREYKLTATSAEPVSVVIKKISDLTNTPMDELYLTEIPYGTNIRRE
IKPKALCSGLGERDKLYMFQVPKIIEEDNQEMEEDDQLNNNLTMKVIHKSESRRAIGLPGLVSFPKRSTMKLGCETLLSS
LRTYCNVYEILNEELKRRKAELKEEE                                                      
>Contig76464_Abeoforma_whisleri_fr3                                             
AYRDFFLERILKLI*PILWLF*L*NMGPVPSRLEKALAQSFPEHERFYGLENFGNTCYCNSVLQALYFCPPFRQRLQQHA
YTRSTKVNPKEPEEKNLLTCLADLFMTISQQRRRAGVYAPRKFVDQLRKENELFNNLQHQDAHEFLNYLLNTIAELLHEE
QKMEARKKIRSKSLGVPEGPLYTPSQSMSSGLSRQSIFGSISRKVSNSGSNSSDNNKYNSNTNNN               
>Contig3006_Abeoforma_whisleri_fr4                                              
FTNCLSYLLA*LSSSPIISRALS*ITLLICFPPHLLRNFFNHFSTKTTLSA*FL*LSSTLNRAFRVSF*TIIS*TYELMS
CPHADKNLVISIELLQIANHVKSCEICDAIHPHLWRCIEEKCTFTGCGRYANCHSISHHKDFGHNLAFNPMTGVVWCYKC
DDEIQLADKNNQSHENLIIDRESGEVDFDDFNLNPNAGNIGLQNLGNTCYMNSALQALLHCVPLASYAVDCQAYNSINPQ
VHSLITTYFNLYDRVWYNITTKYFAPRNFLADMRLVNPMFRGYAQQDSQEFLSCLLDKLHEDLAVQVPCKVDRLPTTSRA
SSPRSSRYFLDETDDGDTTDSSLLPSSLAASASNSSSSADSTLPPPMSIATEGSAPYEGHDDGDERKRFPGSFNENESNS
MDIESKATPSKVDTEADLLWRHYFKKNKREMIEKKSRLNTTSPYIFASPNETKKLEEKPTPKIKYRKRSIISDLFEGVLR
SQVTCCLCQKDSLTYDNFFCLSTQIQNPKSSSTWGKSSYSWLFGEEITL                               
>Contig50653_Abeoforma_whisleri_fr4                                             
VIFEKFPPVLHLQLKRFEYDMYRDQMVKINDRHEFPEKIN                                        
>Contig56563_Abeoforma_whisleri_fr4                                             
EEITLESCLQSFCELEELSTDNQYKCDGCNRLSNCTKTFHLLTCPEVLIIHLKRFRYDELRGSKIGTTVKFPLYGLDMNP
YIVGNDHIYKNFKPKTTKKNRHKKEEKFKKKQERAKGLTQNQQQQQQQ                                
>Contig63841_Abeoforma_whisleri_fr4                                             
L*LDPLVSVSFFPASALL*DYSTMEFINSLRRSSRSRTSVSTPSAEDQQFDKEVKIALLNSSDVPAHICPELLQVSNWDV
DEALRSYKQINSNRQHAQKGKLTSTGLIQPSEMRGIINGGNTCYIDSLLFAMFATADSFDYLLTTPVPEKRHKVLPLGVS
NNNNAGPELEKNINEAEDLQESIAFLVNSLRLGKVVYAWQIQELRSILQKGGWVPTDIHQSQQDVSELYQFLAEKLYFPA
IKIKQSFIHEAKIESPSDTKITCEHIVQLSLPREDIGASTGAREMPGSSSNVTSNANSYISLEQILEDNLLGSTIEGLRR
NEKSVSGLCLRKIVIEDETPKGTIFPFCLNRYSENELTKSISVPLEIDFTPFVVQDGQPTSDNEDSNEGKGDDTNDGDTL
PTYESHFQKDNTSSIVNQGKDEPRRDAQLPSYDGHFEQKTKVTPPSSPKASTGRPEPESQLDRLYILRLRSVVCHKGPSL
NSGHYISWSCFPEKNQWIRFDDMGSPEGPTVTSISSIQEMTLDYWKEFGQESYLLFYELDTIVDPIEVQRYRQSCEDAKL
AKKIMETNLQHPTMTGHQECSVM*FLIMCLILKHRGE                                           
>Contig63904_Abeoforma_whisleri_fr4                                             
LINTFGDY*RYS*NYYTT*FLKATNCLSCHSLFPPRV*YCSLYIFRNIFFN*KMEQEWFPLHSVSYPQPSGFGTTCVEFD
PHVELVWSANMSGTVTSYIASTMQKYSSFQGHMSEVRQLIVDRHGVVTLAQGELRMTSREGLRHATFQNDRIADLQCMVQ
AQSNPATFYVGGLQDTMAIVHAVRGRILKEEYVDVGVAVMKRSRLLCCGGVDGSIVLRDPSSLRVEQKIAAHNGTISDID
VADNYLVSCGFSNRHGQYMIDPYVQIFDMRTFRALPPIQFPTGPSLVKFMPIFSSYLTVTSQAGQFLVLDVNTPNAAAQR
YPHQVDISQGEMLTSFDISSTGNTLVFADSAGVVHQWANTTNHSVNVNSRDLVFSDPVPEYSDVNVNTFDDGPVPNFPLA
PTSQMLLSSWPQGLQQVKRKLPVTISQELLNNVKFIDFVGSAPNPGTRLRNQVENVVTPPLKKKAGFRQKYEREDSYPHP
NSVPRHFRKNEMKYSRFGLEDFDFARYNRTGLGTLEPFMGNAYVNALLQVFFFISPLKKVLKAHLCKKEFCLACELSFLF
EMLDLSKGKNCQASNFVRAFRTIPQAACLGLLLTGEEKKVDYCSLIQSFNRFLLQQIHLDVNRDDHGRDIPNSKIGKMVI
DLLQIRFNSINRCQCGLEIKRKADAMVIDLVYPDSQGSNSNNDNNDNKKVSFETLLTNSISKEQTITRAWCETCQKYQPT
VQKRYATGLPFLLSINCAVDTAEHLNLWHHDNTKDDTEPYWLPAGLRCKIDGEKLDVKSIDIENIDWAEEDNSNSRITVF



YELVSVTSFISDEKYGGNLVSEVKVPKEICDSEWFVFNDFAVTKLEIGEPFQINTSWKTPCVLYYKQISPPSTVVSGSAG
ASDTKQDGGVTKENKNNNKRKNKNSNNGKGDANGNGNGNGPRKQMVEEDFDLPKAVYPESCLYEDSRVTSAECPITFTRV
TKQNIPKCGELVAIDAEFVALDLEEASIRSDGTKSTIKPSQLSLARVSVVHGEGPFCGLAFIDDYICTSEQIVDYLTQYS
GIHPGDLDPSVSTKYLVTLKSTYQKLRYLVDAGVVFVGHGLKKDFRIINIIVPTNQVIDTVELFYLPKQRLISLRFLAWY
LLGDDIQTSNHDSIEDSCAALRLYRKYLILKHENKLEKTLRDLYAAGRKYKWKAPHWIT*IISYIK              
>Contig11792_Abeoforma_whisleri_fr5                                             
SLNGASSVSSLSVSDEWEEVGPGKKNKTTITRQTISESSAITRIFGGSVRSCLKASRQKPSVTVEPFHSLQLDIDSPKIH
SVEDVLDNFTKPEVLDGFTCSKTKEPINAEKQHFIEQLPPVLILHLKRFVYDPQSGITKITKNISFDHHLEIPDGIFNST
IKSKTPYSQRQYRLCAVVYHHGSRTVGGHYTCDVRLPTQQSQWVQFDDSTVRRITDSEVKSTKALRNAYLLFYQRSDLLT
TLGKS*DFSNNIGNEDPERKCLVYTHTHTHA*TRDRRQTK*KWN*KLEICIAGKRREGNNKSKQNKIFGDRLRKSS*FNT
DN*LIYDWLVSH*F*PKDTSYIVN*ESITTATNMLTNFLNLDKSYREIKNLIIAPPGGFFFKKMSWSQII*ILQLRIRSG
CFDCGLQIGSIYHMYISL*RL*SGGKQNFLTSFAA*ESKTEMDAYWLMCSRKTHKSKTCKNENKDKREILYKLSEYEFYY
YHMYISL                                                                         
>Contig11842_Abeoforma_whisleri_fr5                                             
VTTYIHLPPFFFSLFLCLSLSFIFHIMKRFADGVEVDSATLAKKNKMDEVDDEVDGEEPVMGKVGSSWAGDDVVDKSLSC
PYLDTINRTRLDFDFEKICSVSLSTQNVYACLVCGKYFQGRGRGTNAYTHSVTADHHVYINLQSLKFYCLPDNYEVIDSS
LNDIKKVINPRFIKSDVKLMDTSVRTVRILDGTTYISGVMGLNNIKSNDYVNVVIQALERCKLFRDFFLFPDHYSKCTHP
LVLRTGEIVRKMWCMDNYKAHISPHELMQAVVHTSQKRFQITKQSEAIDFLAWYLNTLSVQLSRKRKSPNIITECFQGRM
VMTSRRLGSKELLNDAVEQEKAIAAEAAQEAFETTEKEVPFLYLTLDVPPPPLYIDEELENVIPNVPLLELFEKFDGKTE
QIKAGLGHTYKITKLPKYLVLYIKRFTKNNFFVEKNPTIVKFPVKNLDLRDHVFVPEGESSKYDLIANIVHSGKPNVEAK
KGKTQGEQGAYRVQVLHKVSGGWFEIEDLRISEISPQAISISEAYLQIYELNNSTD*LRFQGKNQMDNNKKKIK      
>Contig14965_Abeoforma_whisleri_fr5                                             
KYMIDYENKEGESCRESNIPLDLLGEKDLNALQSMKELYFGYNESSDHLYELFSVVIHDGSAHAGHYYSAICDLKNDTQE
WYMFNDTRVEPMVPEKLVSYFGGRASGYMLVYRKRGKPVNFGEVPVHLQERLNTENIKLRQDREE               
>Contig47571_Abeoforma_whisleri_fr5                                             
FIEDMPDQENTGAPSGLVNLGNTCYLNATVQCFRVCPELNEAIRNSAASNSSTSLDDMVVKRLGGVFNTLNSNDADGGSP
VTPAAFLQTFHAAYP                                                                 
>Contig56364_Abeoforma_whisleri_fr5                                             
NNNNNNNNTLDKLFKSHLREEKLDDTSTCDHCSKVTFKRKDLVICQFPDHLILVLKRFSYDMINQQTHKNSNHVTLPASP
FISLNTGDTEGDLGRKLKTSSFSFAIYSIVFHVGSSIQGGHYYTCSLLEDNNKDNNRNDNDSNNITNCDRWCKYDDTTVQ
PMTWDEVRNISDTCYILFLRKLETSSASSSSTYLEPLSTNDNDNNSSNSRGSPNIKTNSSEPLHIPETSHISETSQMLGS
VNSSPESDNRPTSIPSPFRYKNKRYKDTLQMKDLPDYILRHVQDDRITKALDRNSGDSSF*SLSKKNQTKPNQTELSHIQ
DTHISSEGLDII*NAVYSTTLKTKSEDLVLIIEKQVDTAYIFLFLRLDEIEIGY**NVFLLIFERMYPNV*NGFFCGRSI
NGPVLESETI*A*RKKRVGSFSQ                                                         
>Contig63724_Abeoforma_whisleri_fr5                                             
TTTTTATTTSTISENVLTTSMVNECETKTRSEEEENEIIKQFNALNDDKDENEKTNEVETPTIDKDDGQETHNCDSSSSA
GNSNNGKDVTDQSGMSDKKDFEEGRDNDESDGGDEGVSMKKVNDEFENKKKETGRNESDQGNGNDNKNNNDENSVAHNDD
NNGSKISHEVGQEIDKKELTDVRDEEELQNQDVVTLHEKDDDSIDVKEAKTLKKELGTSIATTISGNTTTKERRKKEKKE
GEKEDGRWGSSRDPQDKEKEMKDSKKEKVLGLKEKDKKEKEGKEGKEKKDKDKDKMEEKDKEKELKETNNKKEKEKERDD
VSNNSSKSNDVARDRKTSKSKQQPSASANTTANNSTSSVHSSSTNSASSNGQGDVKTGKFRMISNMMVISKDMAKRKFNR
SGLGLSGTEPPSASSTSVNRPAPLKNRLSTSKYELRTPVGPVSSFLAIAVHRRLISKEQYLVQQKAPLLQGLPLVLSFLK
KDITALELYKTVWKYVKRFVSNSYFPTNYSGENLEQWPFRLANVNRTGTACSICPWFFGCVGCVIEADEQIVALSKSSFL
YIAIDWEPTAFHLHVDVDRFQNILLHKTAQSSANKGNDLNLATCMKMFRDVEKLENEDSWYCTKCKDFKNATKQLSLWSL
PNVLIVHLKRFTQINNRWVKSTTVVDFPLKNFKPEACCDEKNVGYDLFAVVNHFGMLGRGHYSSIVKHKNGKWYCFDDST
SRIVEESKIKSSGAYLLFYKRQGVDISSVLPSFQPQKFDEQWTDEHDDGPKKDRCKIS*LVKQKTIKRKKKQEKKIGL**
IILSLVLE*AKKET*NC*NRFSLLGHFE                                                    
>Contig63842_Abeoforma_whisleri_fr5                                             
NPKKLKA*RKRRFATADSFDYLLTTPVPEKRHKVLPLGVSNNNNAGPELEKNINEAEDLQESIAFLVNSLRLGKVVYAWQ
IQELRSILQKGGWVPTDIHQSQQDVSELYQFLAEKLYFPAIKIKQSFIHEAKIESPSDTKITCEHIVQLSLPREDIGAST
GAREMPGSSSNVTSNANSYISLEQILEDNLLGSTIEGLRRNEKSVSGLCLRKIVIEDETPKGTIFPFCLNRYSENELTKS
ISVPLEIDFTPFVVQDGQPTSDNEDSNEGKGDDTNDGDTLPTYESHFQKDNTSSIVNQGKDEPRRDAQLPSYDGHFEQKT
KVTPPSSPKASTGRPEPESQLDRLYILRLRSVVCHKGPSLNSGHYISWSCFPEKNQWIRFDDMGSPEGPTVTSISSIQEM
TLDYWKEFGQESYLLFYELDTIVDPIEVQRYRQSCEDAKLAKKIMETNLQHPTMTGHQECSVM*FLIMCLILKHRGE   
>Contig67503_Abeoforma_whisleri_fr5                                             
CKDLSPLCGYGAFEVVPPTRKNDRVCQEVSALCTDEEYEHASPKYNSDRVCKDLSPLCGYGAFEVVPPTRKNDRVCQEVS
ALCTDEEYEHASPKYNSDRVCQDLSPLCGYGKYETYRPTKYSDRVCQNLSPLCGYGSYEAGPPSYYSDRICQDLSPSCDR
ESFEVQRPTYNKDRICQEYPWITFFKKLIKYISSFIKNYWCSEWFLENLDFYGFCLVLAVILDFFLGIIRFPPPKIILCC
PALRKKPIISQRFRLFCFYRLGMGEDQVVKRLTYFGFWLAVKQIKSRQLHGRFPFLDHPLCFEIVVAACGISSIFKENGR
PAIQKEIVFVPLAEFKKKMEDVQPKGLVNGDNSCYMNSVLQCLINNLYLSKYFWSGAHEINLKPCLNPRCCGEDGPSKMK
CYNKLVRAYAVLVSSNWGCDNKILDSYGQPIKAETLFKNSVRGHLPAFDNYEQQDVTEFCMKLFEAFHIALNRDSATKPE
MGELTRDANGNYDADSQWKHDKFNNDSTIYDLFQGQCCNSFTCKICGATSKKFDMFTTLELSLPEGDEPTTLVDCIKNYS
NTDAFEWDCYNCKTRVDAEQRMELFRLPAFLVILLKRHEYIGSTVVKDNIVDFPPSLNMREFVKGMGNDILNYDLDGVVS



HIGVGADSGHYISYNRHSINGKWYRYNDLNANLAEAPYNLNSLQKKTNDPNLSEGEQPTKKRREVIDKLIDAEFERDTRK
AIEKSIKEQFDKDMKEAIMMSLCEQSVINKRLKAAHGERPYMLFYSRRDVQAQLDQHRE*MDNNRQ*RERERER      
>Contig69482_Abeoforma_whisleri_fr5                                             
PYKEQLKFVLVSPLLQL*PFSSTCSYKQISKFEF*EIDMNVDNNALGMLMSMGLPELRARKALMNCNNDVDAATGWIFEH
MDDPDIDDPLPEENTSNESELTAITDPELHETYVALLSPSYPFIKTPSPQDFVYKDECVASFETAVSTTGLFICLKSFIC
VSQKFLELHHRKTNQPVYLKRITHRKEIIEEKKSESSAAPTVLGIGVEGGFNDQKKKYEETDHYVLFVYDSKMEIDASDA
NLPAEVKRAINGVIKAESGKRRQEVAAWTVELKESKYAKDLVQKENGVKVPPKNNQCAKCDLKENLWMNLTDGTILCGRK
QATIVGNSHALKYYEETGYPLCVKLGTITPEGADVYSYKEDDMVLDPLLNEHLSHFGINMQTSTKTEKSMADYDLDLNIK
HEWNAITEDGQDLVNCYGPGYTGIKNLGNTCYMASVLQTLFMVPSFVSTYFDNYNKIVEENIDQDPVNNFQLQMSKLAYG
LCSGEYSKKLEDGNEDELGIRPTMFKSLIGKGHAEFATNRQQDASEFYQYLMEFINRKKRNFNVDPSDVFRFEVEEKLTC
GDSGKVRIQKRSENMLSLAIPTDLAVNKEEVGEYNKKVESGDKVAEKVALTVPFHACVAQYGADMQLSDWLSPASNKKTT
AKKIQRLATFPEYLFVHAERFYLDESWSPKKLDVNLDVPDTYDFSFLRAKGLCDGELELEDGQNASAEGKEEWDNSVVGE
LMAAGFPENASKRASMLNKNTGLQGAMDWCLMNIDSPEFNAPITLTSAPTELALNEEDIAMVMSMGFDPNQARKALKATN
GDVNRAVEWIFSHADELDNMSIDEESTSETIKNEDEKLSDSENGQYKLIGFISHMGASTQVGHYVCHLLKEKDQFTLFND
EKVAISKKPPKPYGYMYLFQRSDTL*FRCGERS*LFNNLYSILLGKINLIIPP                           
>Contig78117_Abeoforma_whisleri_fr5                                             
GKDNVEKTQKIIKLPSVIILHLKRFQFCKTNMNFRKREDIVTHTSTVDLERFCDLKPSTPRKISEDIEEVEEDKENFDYR
NKRRATDDEGVLKKRLNYDGLKSYGSKEITSPKYYLASVVSHRGKKDSGHYICDAFDCDRNAWTNYDDSIVKSLPFMDKG
RSKLGYIYFFINESLAPFEIMNQHKTFSLV*KG*SYSESRPHVNAIAMKIRSNDQIQFKKTVNYNLVEISQ*FLNEFSQD
VRAHTSIYTRS*HFEVT*KKKKRLQIVYFRKIFKA                                             
>Contig11439_Abeoforma_whisleri_fr6                                             
SF*IRERSLIFIRIIIAFRIYYSYITLSSCCYFLVIVYFIFFIKT*AIMADMVDDQYQDDLTEYGIDDSDIIESGTLTLT
ISKEMFDSRILLDKKQFSEPGKVAGFEWRILCFPSGNDDSNTNISFFIEFKDCVKLGPKDKVFTSMLLSVESDVEPSRKN
TDRIFDRNCKDWGFAKFLAINDVTNPSKGFLSDDHPLTLTARVTVCKGESQHWIDSMPYDSKKMTGFVGLKNQGATCYMN
SILQTLYFTNQLRMAVFQMPTEGEENESSVALALQRVFYQLQTDDDAADTQNLTKSFGWTSGDSFMQHDVQEFSRVLMDN
LENKMKDTVVDGVIGKLFEGKMKSYIKCCDVDYESSRSESYYDIQLNVKGMKDLAESFKDYVEIELLNGDNKYRAEGHGL
QDAEKGVIFQSFPPVLHLQLKRFEYDMYADQMVKINDRHEFPERINLDSYLENPEDTPANYTLHAVLVHAGDVNSGHYIV
YNKPKINGSWYKFDDDRVTKVAAEDAVEGNYGVDPPSNNYDGRFMPQNRERKMRQFTNAYMLVYVRDSEIDEVLKEITTE
DVPYSLRHRFGEEEEEEIRKFRQQEEENKFVEIVLLRLQDMKGVSCAFGVYPEDDEHLVKFKLFREQPIGELKQKIEEQF
GVPIGQQKLWKLLKTNADSRSYGDIMEIVKFDDSKEVALLDYTDQRTVKIFVEEPSTDIHDVTETLLFFKHYDPLEKRLE
VVDYQYINKSETVESLIPLFEKLAQDNGPLTIFAEQYQQGKLVNFNYTLSKTKHGEVFCFQSQNDDYGSCDFPTVQSYLD
KMSKRTRIPFKSTEHLDQEPFELNLSTDMSYDEVADHVANYIKVDCPERIQFVTQNILDEKPDKNISRIHMGKVRTLEEM
MPYRHRKLLFFEVLDTSVEELESKIDFTVNYGNNTHQVLMNSEATAKEIVDYIIQLEKLDETAAWRLIEIRQHQIFQDVD
LDNLCKTLRSSSTLIVEAIPEDEMELDGETQKIVQVCHFNKRPVQLHGTPFFLVLNKDEKYSVTRERIRKGCGVPESVFS
KWRVAHVNPPNCYYYDNRDDDSDDEDDMDEDSENVVNIRENFDEKILFNEEFKKHDFIGIDHPGRSQRGNIQQQSIVIHN
*KKRQ*ICNDKMYMKSYSPLLSWEHSANEPLLFTLKKVNKH                                       
>Contig15734_Abeoforma_whisleri_fr6                                             
KFRPNCLHGLGQSKWLTKTNLNDNKIEKLVREDHEFVGLKNYGATCYVNSILQIWFHNEAFKEGIYKWRFIGSATARKQS
LVYQIQKIFGFLENTKRRFYEPKECVDFLELRTTEHQDAHEFYKLLMSLLEDSFSPVTNSCQEVENLIQNEFRGELVYVT
RCLKCNKESLRPSPFYEIELSIKPNIEKSFLELLKEEVLDGDNQYQCSNCGDKQDAKRNMKITRLPNTLNLQIIRFLFDA
KTYTKKKSKASITFPKTLNMKKFLKDSPDDDSDDDDNDSRDNDGQEDNDEDDIDYIYDLVGVLNHVGASANQGHYIADVK
AGDLNEVWYSINDEICEPLKISEKAQRT                                                    
>Contig15744_Abeoforma_whisleri_fr6                                             
FFCDRLESKMKDGINDGVMKSLFEGEMKSYVKCINVDFESARIESFCDIQLNVKGMVDLDAAFKNYVQEETLDGENKYQA
ENHGLQDARRGIVFKSFPPVLQLQLKRFEYDNTGTAVKLHDYFQFPNKLDLSNYLEDKDQGPANYSLFAVLVHIGDIYG 
>Contig16962_Abeoforma_whisleri_fr6                                             
QVRVKIKRERCLKNN*KRKKMFDGFFEEEELEDYGYDEGTTSTSLIMPVLPRPVHGLAGISNQGATCYLNSLLQTIYMTP
ELRATFFSMDLPNIVDENGNVFEEKDQSCSDTNEISGSRRLKIPSNIQLFFSELHELNVSYVSTERLTNSFGWNSNTAVI
QQDVQELNRILFDVIDRSLKETSFKDFVDSTYSGELITQCKCLTCNYASPRKERFLDICLPVNGRPTLYNALDNYTAKET
LDGNNQYFCSTCDKKVDAVRETGFQSLPDVLMIGLNRFEFDWNTETRTKITTE                           
>Contig26345_Abeoforma_whisleri_fr6                                             
KIQAVNKHNYL*L*HKNQHNSTKTMSNNVKIKPLYMATSFEGLKAFTEAKKVPDDKSSYAEKMFQTAQAKGLEGDQEKCY
VLFMLYLSVITMTGKKDGPTNKKIMLALKSAEKLKPVLQTRYKEREIKEKQKEAEKLQTKTENERKERQKLNKLHQDTDY
ALRPQDLSLEAAAPRQNNDASVFDAWMDSKEYVAVDSMPVSKEPHLYFFLRPKELIAMLSEEEQSALLVDIRPEVQYQQA
RLKFPFLINITEDVLNNKSLSFESILACLNERDKRKFESRSSFSNIIILDRNLTSQNALNHPTLSIARSLIGFLSIGVNV
SQKFYILDGGFKGLLIQYPSFCSCSGSGGGGGGDIGGNRVIVSATSEVKASKNISFPLLPNDPLALLSIASDVDASSSVI
EYPSVPNEEEFASIEKIMKHVGECVLADDQGEQELNQTPPPIMPKIDRAKKPLQHDVTHPSTPSPKGRKPEEENSVDSTL
PPRPPKPKQTQPERPPKPQPQPQQPSQPAVPFISHKNNELSNIPTKLTLSGKAGLGLTGLQNMGNTCYMNSIIQCLSNTM
PFSVYFINKSYQQHINKSNPLGMFGELAEEFGNLMSVLWCGKFQYIRPTSIKSCISKFAPRFSGNLQHDSQELLSFLMDG
LHEDLNKSYDRTYKEEEDLSNLPAEERAVRSWENHKRRNDSVIVDLFQGQYRSSVTCKTCRFQSLSFTPFMFLSLPVPAK
KQRIDLHECLKLFTEPELVTGANQWYCSKCKTHRDAIKVIDIWKLPMILIVHFKRFQVGMDGQVKGKIETDVMFPIQGLN
MKDYTKGMKNAPLYSLNSVSCHFGNLTSGHYVSYCKNVFDERWRLFDDSQVKSASASDTQNKSAYVLYYSRMEMNVKLSK



*TNSSGPPLLGILVNSKSKLTINMTIEHRGYGEKCRATELFTAKCRFC*FDSFFPIV*LGFSIYSHQQTEELNPSPFSFS
D*SSEVGSMNFSKEIYSFCSSSDVTDQKLL*SSSVFHSFFCKLFIY*FFFGFVRNELFVRIFNRIWSHFYFLQVYKCVDP
PPKQTNKKKPQNIKSIKEIGQSTIYYRYTVFVKKYNRKISLIRHTLSSLLKKQTK*HIF*QLR*I*KDISFGPAKFIDRP
*REKKKTVISAIE**PPP                                                              
>Contig56073_Abeoforma_whisleri_fr6                                             
FLSVYSVLLCPTLSYSSFV*ICLTLSHSIFLFCFEL*FAS*AMGTLGLDSDIYPTSPSPVPYIPPTPQPTQQREHLAYTT
VFCINDISNSLNDGSGIPSDDIQIEDDVWKIILYTKERFDDKFYASIFLDLSASKHDGFVFCNFKIKSKIESQGDFEKER
RFKIENRRRIGIVDFIALEHLLNEERGLCINKALTIEVVIKYEDVEEGPVFSPIRYDSFEATGLVGFLNQGATCYMNSLL
QTYYFITKLRKAVYSIQTDEDDVEKNFLLSVQRVFYHLQTNREAVSTKKLTESFGWNSADAFMQVCFISVLFLYTLLHVY
HVITYTHYMNISQLHLHLHLFT*NS                                                       
>Contig66045_Abeoforma_whisleri_fr6                                             
FPEKINLDGYLEKPGDTPEDYTLQSVLVHAGDLHGGHYVVY                                       
>Contig8795_Pirum_gemmata_fr1                                                   
GVHAPKKFVIRLKRENELFNNSQHQDAHEFLNYLLNTIADLLNEQRKEDLQASRSKSLSTTHSLFPSNARNNSIFDNFKR
NNNENKNGKLHKTQSDGFYLNKNRNSEGGVRTGFKKNTPLQPHTYNPGNLSDDADSENEDDNGSHKDKPSGVHPNIHSNL
NDDKNSTKTWIQDIFEGVLTNETKCLCCETVSSKDEAFLDLSVDIEQNSSITQCLRSFSSTEMLQAEHKYFCETCCSLQE
ASKRMRIKKLPPVLALHLKRFKYIEEQQRFKKLSYKVVFPLELKLFNTCEDSENPDQIYDLFAVVIHVGSQPNHGHYISI
VKSYDHWLLFDDDIMELISEKNIQSFFGLPHDQGNQASESGYILFYQIKHTPLSETMESKRSYN                
>Contig17560_Pirum_gemmata_fr1                                                  
RIGQTCYINSVIQMFYHIPYCLASFRSLQTNLFALNKNDALLDGIIDVFDSLTVNKVTDSPVENEENNKMEVDENNCLPA
HDLDVFLRILSENKFLLDLDSQQDSQEFFLFLINHFMTVANENIKEINLTTNKTSNPFNVFFHNVSGELAFQTRCLECET
IKAKFESFVDLSVPIVGESFQEMLDCQYSETEILKGENKYYCECCTSEVEADKVIKFGRLPNVFFFHFQRATYHCQTSTN
FNRKKTSNTKIPF                                                                   
>Contig17561_Pirum_gemmata_fr1                                                  
RIGQTCYINSVIQMFYHIPYCLASFRSLQTNLFALNKNDALLDGIIDVFDSLTVNKVTDSPVENEENNKMEVDENNCLPA
HDLDVFLRILRYGVLITIINKGI*P*P*P                                                   
>Contig18500_Pirum_gemmata_fr1                                                  
GTSDSVELVDQPESQKVRFGITKPFLKETKQASSSLITVWKEDWQIICYPNEGKEGDQYISLYIKLVDATFYPEYRNVQV
MFSVGTDKVLSKVKKINRIKVGEQFGIDHCFSHSVLKDPEKDFMHEDTLNITTEIQFYRRDLYTEPESEPVYFQVKNKNS
GGLSQDSANKNAGLLNQGATCYMNSLLQTLFYTNRLRKAVYEMNVDDGDDSVPFALQRIFYKLQISRQAVETARLTKAFG
WNDNACFVQHDVQEFSQQLRDFLQEKMKGTEDQNLISELLQGEMKNYIKCKNVDCISTSVESFYDIQVNVKGMSSLIDSL
KDYVKVETLEGDNKYQSDNYGPQDAEKIVKFTKLPPVLQLHLKRFEFDQNTGVSKKVNDVFEFPEHIELGDFLDNQSEEE
NKASYSLFAVLVHSGTTNNGHYIVYINPDTKEWIKFDDNYVEIVTKEKAISDNYGFTNLEEKSDIDSFFDEPTVYNTNAY
MLVYIRDDKLNSVLCEITAEDIPQHVKDIFGKEEREERERNQELIAKQQKEMILEKKKLIADIELVNQGNYNNKEESRLI
VKDIEKSIQNIEKEMKTKETPKETERKDLTVFIVSDEELKKHEGRDLFDWNKKSAMKQYQINNYSSVNDLRALIIEDFGF
PKDFSMWKIASREKNVYRP                                                             
>Contig18501_Pirum_gemmata_fr1                                                  
GTSDSVELVDQPESQKVRFGITKPFLKETKQASSSLITVWKEDWQIICYPNEGKEGDQYISLYIKLVDATFYPEYRNVQV
MFSVGTDKVLSKVKKINRIKVGEQFGIDHCFSHSVLKDPEKDFMHEDTLNITTEIQFYRRDLYTEPESEPVYFQVKNKNS
GGLSQDSANKNAGLLNQGATCYMNSLLQTLFYTNRLRKAVYEMNVDDGDDSVPFALQRIFYKLQISRQAVETARLTKAFG
WNDNACFVQHDVQEFSQQLRDFLQEKMKGTEDQNLISELLQGEMKNYIKCKNVDCISTSVESFYDIQVCLKHTFSIKMKY
NLIKQNHKNKIYSRG*LIKPSYTKQNIIIRDN*F*IT                                           
>Contig18851_Pirum_gemmata_fr1                                                  
LLLLLYMQLCVGINASIEKPEQLHLWSCDIEEEDCNSYWLPEGLHCKLNKNHENNNDKISIKRFHPDDKNLLTTMDNETG
VFYELFAVVNYINNKKYGRNIVAEIKIPHDRHKVKENYELEDRWYIFNDFAVTTLSSEEQLHTDVNWKTPCMLYYKAIQP
>Contig19328_Pirum_gemmata_fr1                                                  
LKSTVICQECEKVSVTFDPSMYLSLPVPFDPTKHVKFCFVPLDPQKPITDYGVLVKDKETKIVDFKKMVSDLVGVMSEWL
YVVEILNNTMYKEFGDDTVVSDISSNDEIFVYETVSLSPEELDAYVTKCAECGELKNNEDGYVDVSEECGSFICSTCLQT
AVDKQLKNSSFSYNVPCPKCNEEIDFKCIDNIVKTTTYKYSYSYRKKEKIEKIKKIFLQQKDCRSIASNKYFDVPVLISW
KATEEMTNSKLRQKIAYETENRLIKKEKLEEFLTEADECISMKFPAKFSSDGAVIPDDDEPYIPTHKNPVNIEFSSLEKQ
ELYANIPRKNNSVQHESWVQQPKKPMSLYDAFSKFTHKECLSEEDKFYCSKCKEQQQISKQVQIWSLPKVLICLLKRFHF
SDRSRSKIDMPIEYPLTNLQIGAYMTKQAKRRMSHEPTTEENFKEAKKEVPPEEDDDSYDLFGVSNHHGSLHGGHYTAYA
KNHDDGKWYHFDDSRVSEVSESRVLNNDDAYVLFYCKKSFLKEMEHNPLFSDLRTTGEDAGCSDEEDDDNLYGSSSSSYM
NNYSNVKSSPISSTIDATSTTATPTDYFTNNSLNNSESDDDDIMNTTFGLNSVVNADNTGIDMAVDTQVNAGTYSGIDDE
IDGIDDGIDEIDDGIDEGLGSSCIGNNRY*VLIYKAVLSCLNNDNLDDGY                              
>Contig37798_Pirum_gemmata_fr1                                                  
YNPRRVPYIPWRTEKHELGIIEKFSERHVGNGEYLCHGLRGLNNLGNTCFMSCILQSFIHCPPLRNFFLSAKHTKANCTV
QKKKGDVCLACELNSLFQEFFSGETIPFSPHRFLHSVWTHAHHLAGYEQQDAHEFFISVLECMHWNCGGTAMNCRCIIHT
VFTGAFNSDVTCLKCGNVSTTVDPFWDISLDLQDHSQPNEKQKQTKDGAPRSLDDCLVRFIRSESLGVDQKLHCSKCDSH
EEITRQLSFKHLPIVVCFHLKRFEHFTTSA                                                  
>Contig37799_Pirum_gemmata_fr1                                                  
YNPRRVPYIPWRTEKHELGIIEKFSERHVGNGEYLCHGLRGLNNLGNTCFMSCILQSFIHCPPLRNFFLSAKHTKANCTV



QKKKGDVCLACELNSLFQEFFSGETIPFSPHRFLHSVWTHAHHLAGYEQQDAHEFFISVLECMHWNCGGTAMNCRCIIHT
VFTGAFNSDVTCLKCGNVSTTVDPFWDISLDLQDHSQPNEKQKQTKDGAPRSLDDCLVRFIRLFLTSHLTLTLTLSLSLN
LTPIFNLNINLKSVTLGLNLQ                                                           
>Contig42996_Pirum_gemmata_fr1                                                  
KWCLPNCFLKKEKYELVALICHKGSSSLSGHYVCYIKLRKKYKKYRWILFDDSRVFYVDDEEINLILNTNTNTNTNTNTN
>Contig47036_Pirum_gemmata_fr1                                                  
TLILTLTRLNKYQLYCIVFHSGYSMESGHYYACGVE                                            
>Contig66022_Pirum_gemmata_fr1                                                  
FFFF*VLLFLVLLHIYIMQNMDVDDDYEEKNDLVENQIDDDDVIETAVLSLEMSAEDFRNRKNLEKKHYSDVVLIGGHQW
RILFFPCGNNEIQNYISYFVEFKDINKLEAKDQVFVSIQFVLLSEFSHIQKENVRVTSHVFNRSGRDWGFQKYAQIDNIL
DPAKGHMSDSRPLVLTAKVTVCKGTSKHWLDQLPYDSKKMTGFVGLKNQGATCYMNSILQTIYCTNI             
>Contig66898_Pirum_gemmata_fr1                                                  
DKDKDKDKNKNKDINSLKQRSKTTLKKGKGKPKKVSSKTKKSSGKKTIEMGYDKEISHGSDHETTSLINHKSHSSSDYFD
DDDIGYGSGRDGYRSSRKGNVGFSNLGNTCYMNSALQALMHCPPLVAFSLDCQEYWNSKPVHPIVSAFFDLYDFVWYNPK
SSSMAPREFLKYLTVVNPAFRGYDQQDAQEFLICVLDKIHEELSVLVPCHTEKLPTTSRPSSPRMHRKFEFEDSDNNTET
N                                                                               
>Contig75629_Pirum_gemmata_fr1                                                  
THTHTHTTTHTYTHHMQPHTTTHTHTSPPTQQQHRLLTRY*FNTIQQFMESDSLNPPFSNKTTAQSTAIDLNGLRSENSP
NTMVAQMRDAMENDDDSTRLVASLPEPQPLLQSVDSGAMAIDESSEEEDPRGSIPYTCTNNSIALGNNLSQSSSPNRTHD
SSDDADTEDVPNYAPPAYDEATTPPPELTSVPLSPLSPTPPIPSYRPSYNSSYNSFNKKRKTKTSLTESSTAVPGLCGLR
NLGNTCFMNSGLQCLSNIPFLTYYFTSNFYLNDINRTNPLGMGGKMAEVYGFLIRNIWKGKYSSLGPYTFKETIAKFATQ
FSGYSQHDSQEFLAFLLDALHEDLNLVINKPYVEIVEADELANEHHVAAEAWRRHLLRNKSIIVDVFHGQLKSTVI    
>Contig75630_Pirum_gemmata_fr1                                                  
THTHTHTTTHTYTHHMQPHTTTHTHTSPPTQQQHRLLTRY*FNTIQQFMLNGLRSENSPNTMVAQMRDAMENDDDSTRLV
ASLPEPQPLLQSVDSGAMAIDESSEEEDPRGSIPYTCTNNSIALGNNLSQSSSPNRTHDSSDDADTEDVPNYAPPAYDEA
TTPPPELTSVPLSPLSPTPPIPSYRPSYNSSYNSFNKKRKTKTSLTESSTAVPGLCGLRNLGNTCFMNSGLQCLSNIPFL
TYYFTSNFYLNDINRTNPLGMGGKMAEVYGFLIRNIWKGKYSSLGPYTFKETIAKFATQFSGYSQHDSQEFLAFLLDALH
EDLNLVINKPYVEIVEADELANEHHVAAEAWRRHLLRNKSIIVDVFHGQLKSTVI                         
>Contig2324_Pirum_gemmata_fr2                                                   
KKLPPVYVDAIRQVGIQKLPPVLTIMLKRFEHCNNHIGIRKINDHVSFEPYLNLAPYCSTDCVVPVKKGQFDLYQPATPE
RCKYKLFGVVQHEGGMSGGHYVSYTRIAKS***RRKRT*QQH**C*C****GGRGGGGYLVLCI*LPRFHCAFRKGLDCQ
SIAVVV*IYVHVIKKEDRKLYNIPR*HLNKLLL*HFDNFII                                       
>Contig12784_Pirum_gemmata_fr2                                                  
DNDNDKDNDSKVRRSSRKSRPVVEFWACPKFKKQKDGTLKMIEKQFDWTGTFTSEGSVRNGVIVKPKNKSSAKVIKKKVK
NNNRVFDEVKKELPNLKKIQGTTTTIITAKTKPIITTTIHIKPKQPNPVIHIKPKPNILLKSTIQKAKHTSTTSSTTATT
ATSTQILAPEDRAVSPLDQHQPGDFPGISSIPMYSDWGPRLKWNLLRDQEYVLVPEDVWTAFSHWYGANIAIPRPVLSGT
HCLRGEVELYPLMLTILITSTDEGDLESMNSIGVIPEHIDGNEQTKSTSSEIISENSSMILKTSKRKGRHLRNQYSQACF
RLVVSRSISVLDLLIKILGILKPDLSPEEASSFKAYLWNYYNVEQPVLLQQQNQTLEDAHLLDGQEILVESVDPRLVVQD
PDVGSDTKQSKLTASSISVFKGKKGFLSTFSSKKEPGVCGLNNLGNTCFMNCILQSLSHTKALTNYFLLGYHKAEINKEN
PLGMKGMVAKSYGNLMREMWNGNSSSTAPIKLRWTIGKFNPQFLGYQQHDAHEFMAFLLDGMHEDLNRRKTKEYTELKDS
EGRDDKIVAAEAIEAEKKRNDSVIIDLFRGMLRSETRCSECNHENIKFDTYLNLTLPVPTVEDMFWTVIVARQDGSKPFK
YGVKSAFNGNYLSLKEKLSEIAEIPPDNLLICEVSNSRIITFTQNMGIVQASNAILVAYEILSDFMKASEYEDSVLFEKN
NNNNN                                                                           
>Contig25167_Pirum_gemmata_fr2                                                  
NNNNNKKNKKQKGKGKNAKKQRQYVAQQNRQNFLRKGSVNPHVLFSSIAAIAPRFNSREQQDSHELLRFLLDGLNSEERK
RRKYGIFKYFNVDKNDDPKKLDPQLQEALKEAKKFTTVVDSVFGGSLLNVIECLECGNKSITAESNLDVCVSLKKENFHF
NSNSNSDDDDD                                                                     
>Contig37621_Pirum_gemmata_fr2                                                  
SFYKFVTIDFPNLVYAMLYLYTGFPEIYEPVYKSIQLLKKNPTTEQECIKLLNTSSWSTIHVKKPTRYQNYNSRALFGKA
GLENLGNTCYFNSIIQALYLSTSFRSGVLSFNISTNSAFTFFKDLKGLFSQLKFSDKSVVTPSKSVLRSCNPTWFTHGHQ
QDADELLKWILHLFDQDISNLD                                                          
>Contig66824_Pirum_gemmata_fr2                                                  
NNNNNNKL*IVMSVDEGSLMMLMSMGLTEIRAKKALIACNNNVEQATDWIFSHMDDPGIDDPLPEEKGSSETDLDAEIND
PQLHQEYCNLFDPMKSNIKTPSANDAVYKDECVGSFSNGLTPGGLYICLKSFLAFGENLLGFHQIKTKQPIYLHRITEKK
EVEEMAVEKKEQTAPTVIGIGVDGGFDSGKKKYTEEDIYTLFVYETKQEIPVKDNVNLPAYVKKAVNGIINAESGTRKAE
VNTWVLELKESEAAKTLVQLDNGVKVPPTGIHCAKCDINENLWMNLTDGTILCGRKQAGMIGNGHALEYYKETGYPLCVK
LGTITPDGADVFSYKEDDMVKDPLLEKHLAHFGINMNVMTKTEKTMAEYDLDLNVKHEWNVITEDGEDLEKCHGPGFTGL
INLGNTCYMASVLQMMFMIPDFIDKYYKCYERVLEENLVNDPANNFYLQISKLAFGLCSGEYSKKSTSENAHIEAGIRPL
MFKTLVGKGDAEFSTNRQQDASQFFQYFLEYIRRKERTRDGPDPSDVFRFELEEKLICGDTKKVRYSKNSENLLPLSIPI
EFATNQAEYDEYQVKKSNGETDLSAVSLKVPFEKCFESFFSGQQLTDWLSPASNRKTTATKELKFASFPKYLIVQLQRFY
VDKDWSPKKLDVCVDFPDELDITHLKGKGLEPGEELLVDNTEAAENTPQFDQSIVNELLAAGFPENACKRAAMKNNSLED
AMNWCLINIESPDFNAPIEPPSSAGAKEPESKEEDIAMVMSMGFSSAQARKALKNTSGDVNRAVEWIFSHSDAMSVDDDN



DNETDNKNNNSDNMVGDNIMTNNSECGKYSLIGFISHMGSSTLVGHYVCHLKKGENNNFVLFNDEKVAVSKNPPKAYGYM
YLMQRKDTI*L**LSSILLVVLLIFNLVLF                                                  
>Contig14926_Pirum_gemmata_fr3                                                  
VFAFLNHSKLKYYNPSDFVKCLRLDTEVQQDSQEFFKLLLHKLEENNSMRIVIEKEFRGEMAYVTTCSHCNWESLRQSAY
YELSLSYVLHINNNNNN                                                               
>Contig18850_Pirum_gemmata_fr3                                                  
DYPNLIQSFNRFLLQQLQLDFALPKLENKYTDNMVLDLFQFRFKSVSVCNTCGLEMTRGADVMTIDLVYPNGPVQNFSPK
TTPTSTPSSASSNKPNISPSLSSQSSDSAIGSTNSTPFIPKVTATTGLTTNFETVLINSIAKEQLTKAWCDDCQGYQHVR
QHRRATHLPLVMGINASIEKPEQLHLWSCDIEEEDCNSYWLPEGLHCKLNKNHENNNDKISIKRFHPDDKNLLTTMDNET
GVFYELFAVVNYINNKKYGRNIVAEIKIPHDRHKVKENYELEDRWYIFNDFAVTTLSSEEQLHTDVNWKTPCMLYYKAIQ
P                                                                               
>Contig24392_Pirum_gemmata_fr3                                                  
PNRLPPLH*TIP*VFWKSL*IMMIPPLLLCYY*NCHFFHITPSACPLSKALLFLFSLPSHLSSSVHYGKVL*Q*HPKPAH
KP*PPPPLCSQLSVHYLLHVIILSLFQLQE**YCYR*IEKLQSFQVVLQFY*LIPQFFQYHLAQNFYHQ***DLLIVIQY
TTLHSCQHNQGHQFSSTHLGCHLTI*LWREKYFLFALDDSNTLALLTDRLQQSHLPFPFLPLVVFFHHCHYHYYCFTIIS
IKRQLTDCIWDLLEEEKLEGDNKYFCERCEQKRDATRKVRLLSLPRVLNIQLMRFLFDMQTFTKKKSKGNIEIPQTLDMS
QFFQEKQSNVNYIYELTGVLNHIGSGTEQGHYTAFLNHSTKEKWFEFNDTVVKEITIDEAASCSSNCYMLCYQRRDRPNP
ETQLSQYALDVPDFALQLVDEENSAIEAEYTMHIDLQKQAEENALTEKNFVKMCFDFFIITEDVACKF            
>Contig24393_Pirum_gemmata_fr3                                                  
FLLFLLFMFFSIGDNKYFCERCEQKRDATRKVRLLSLPRVLNIQLMRFLFDMQTFTKKKSKGNIEIPQTLDMSQFFQEKQ
SNVNYIYELTGVLNHIGSGTEQGHYTAFLNHSTKEKWFEFNDTVVKEITIDEAASCSSNCYMLCYQRRDRPNPETQLSQY
ALDVPDFALQLVDEENSAIEAEYTMHIDLQKQAEENALTEKNFVKMCFDFFIITEDVACKF                   
>Contig29207_Pirum_gemmata_fr3                                                  
QRQQQQQKLQKQQQKQQKPSKENNNSKTQGNIRNVKNEANNTVLKTTNSLVSTESNNVVGTSPMASSMKADCSDNDSERA
TKKPNAHEKIASSPLPLKQFASSTPSTPSTTRTAPSTTSGKSTIRTASTVTSSKNVASSTPPSLVSSQVSSPIATPKATP
PKVNIWEQRKMAAADKKQEVAKEAKANQGVMVSGNSNPAKVPGTPNGTAKIANGSVTTKSSSHHGTAWGGKNKKRESSTK
GIADILNSFSVYDHSHVIPYAPRGLINRGNFCYIHTILQSLLACSPLYNLLTTLAKQRHMIETKTTICDAMMDFIEKFSL
VTESKRIPVGQEKPFVPEAIYKLAEKLLNTKLGGQEDAQELLSLLIDNMHEELLSVDKQAKDDSGNTQNEEVWEEVGKKN
KTAAITREMQVELSVISRIFGGQTRSCVNKPGSKPSITLEPFRTFPLDIDDDKIDSVVTALKYFSQVETLTGVKCSKTKQ
EVPAEKRNYIEQLPPVLILHLKRFVYNVEHNRSDKILKNISFSNHLEIPEDIFYSSVQKKTPPSLRKFRLFAVVYHHGAS
MEGGHYTCDVRLPNEHEQWVQFDDANVRKLSEKEKQHTQELRNAYILFYQRMDLLSTLGTSVIKKGK*KYNKINKYKTEK
KKKNPARKSLEEKIQQKHPAKKSSKKKKKK                                                  
>Contig30587_Pirum_gemmata_fr3                                                  
NILRRAIFQMPTENDDENSVPLALQRVFYQLQELPDTCGTSELTKSFGWTSLDSFMQHDVQEFSRVLCDHLESKMKNTAV
DGIVGELLEGKMKSYIKCINVDYESSRSESFYDIQLNVKGMKNLHESFDDYIQIETLDGDNKYRAEGHGLQDAKKGVIFE
KFPPVLHLQLKRFEYDMYRDQMVKINDRHEFPEKINLDGYLEKPGDTPEDYTLQSVLVHAGDLHGGHYVVYIRPKVDGAW
LKFDDDRVSIVDAEEAMDGNFGVDSRDGFGGMGGKDQQRNKIKQYTNAYMLVYIRDSKLKEVLDDVTIDEIPQHLRDRFK
TEELEEQRRLKEEEEEATFVNIPIVLMNDMKTHHGLGLYDFEKSYPTTLKLKKDSLMNNLYGNIAHKSGIEVKNQRLWKF
SNASGGVLRPNIYLDKYECSQQKVSTLVGYSAMDAKIFVEDMSTTKIPDKDLDYYLLVLFKYYNPEKASLELVGYELVHI
ESKLEEVVPKMLKMAKLEPITRLECYREDFDGAKYIKTSEPIDRVLQNGSVICFQPQAVDNGPNSTVEKHLLKLLRISEI
TFRPFGECKTNNEDNANVEVTKKKNEEFKLELDGDITYDQVAEAVAEHIKFDQPSHIRFIASSLTDEKPELPIRRLKGVD
QKVKKLAQMKDKYNRARKENIFYYEILDTSLVELENKKDLKITIGKDYHKLLMEQTDKVEDVVTKALRLSKIEKPICKYR
FLEIFSHQITKNYEFDKLCEDLSDGGEYRLEEIPEDQVTLDTEKEKLVQVCHFNQRSNALHGNPFYFKLLIDEPFSKTKE
RLRVASGLSETVFSKSRIALVNNTTEYIDDEDLCLFKVDFQENNDFIGIDRPGRSNRFNKTEQAIVFK*VYCYRKINKYF
FVSVFSFLLVWK*LPF*LVGLVCV*GQYRNGIGRPSLASVMY**LDG*VGCGLV*LIKITVIIIIITAIIIAIDVVIINN
NQSNHNNNSNYYK****YKYNHNNNQ*PMNNNQ*PMNNNPLPTNNKATTTTKIVTKQQQQ*QRRQ**CNNNQITNNIFQY
Y*Q*VSSFKLTVFFFFSKC*FRYK*RWKF**RN                                               
>Contig30589_Pirum_gemmata_fr3                                                  
NILRRAIFQMPTENDDENSVPLALQRVFYQLQELPDTCGTSELTKSFGWTSLDSFMQHDVQEFSRVLCDHLESKMKNTAV
DGIVGELLEGKMKSYIKCINVDYESSRSESFYDIQLNVKGMKNLHESFDDYIQIETLDGDNKYRAEGHGLQDAKKGVIFE
KFPPVLHLQLKRFEYDMYRDQMVKINDRHEFPEKINLDGYLEKPGDTPEDYTLQSVLVHAGDLHGGHYVVYIRPKVDGAW
LKFDDDRVSIVDAEEAMDGNFGVDSRDGFGGMGGKDQQRNKIKQYTNAYMLVYIRDSKLKEVLDDVTIDEIPQHLRDRFK
TEELEEQRRLKEEEEEATFVNIPIVLMNDMKTHHGLGLYDFEKSYPTTLKLKKDSLMNNLYGNIAHKSGIEVKNQRLWKF
SNASGGVLRPNIYLDKYECSQQKVSTLVGYSAMDAKIFVEDMSTTKIPDKDLDYYLLVLFKYYNPEKASLELVGYELVHI
ESKLEEVVPKMLKMAKLEPITRLECYREDFDGAKYIKTSEPIDRVLQNGSVICFQPQAVDNGPNSTVEKHLLKLLRISEI
TFRPFGECKTNNEDNANVEVTKKKNEEFKLELDGDITYDQVAEAVAEHIKFDQPSHIRFIASSLTDEKPELPIRRLKGVD
QKVKKLAQMKDKYNRARKENIFYYEILDTSLVELENKKDLKITIGKDYHKVNLYIIFSHPRVSRKTRK*NHKTTKP*NHK
PQNHKT                                                                          
>Contig35504_Pirum_gemmata_fr3                                                  
Q*****NSNSTKLENSCNLFVMIMSQPIKKETFKAKVHPQQPRVIVLAPSTNCQTPYYKNGNYGFQNTSDKPTKKASSED
KSLGFSFSTIKWLKDSFEQAKGLSLPRQTVYAKYESFCSQNDQDSMNAASFGKLIRICFPDLKTRRLGTRGNSKYHYYGI
RAKLTDQEKEQQQQKYRRKSIISDLFGGVLRSQVTCVNCGKDSLTYDRFFMLSLPIEHVKTNASSFSYSPYKWMFGEDIS



LEMVLQSYCETEILSSDNKYDCENCKVKSNCTKTFNMFSSPEILILHLKRFRYDSRGSKVSMVVKYPVYDLDMSPYCADE
IDDTQNGNYCEDEFEYNEFNDDVHNKRKNLKYDLVAIINHRGVFGGGHYVGYAKNSLDGKWYEYDDSTVREIPEDSVTSK
EAYLLMYQRNDKNLVQERKKIWRMIEKAPDDEPIYFISRHWFSLWNTTSDPGPMSLREVCCVHGGVKPFHGKQVEKMVIG
IPYSALEYLFNIYGGDKPMRSLSSCVQCEKQFKEVTRSRNQEYDDFCYYCKYSDDTQCVMIPCAWVDKWITYIKHFDAEH
PGPINCKIFRTHDGYIKRTIRNGVHYKLVPEEAWDYITQFYEVIGEPVVVGDNT*NSLIKSNIYIVLFIYF         
>Contig78876_Pirum_gemmata_fr3                                                  
QQQQQQQRRLVISPISEKKKLSYISSPQKHDILADFNIEPATQSKILISAPPISIEDDDVYGEKPEDIIAPKNRSYNGYS
GRRSLSTPKFSPFTKKSDGSGVRNIGNTCYLSAVLQCLLNLKPFASKINQAAKIKNKSEILKSLDEMVNSRKNNHTIDPT
KLKAAISLVNKDFEGGNQQDAHEFLVSCLSSFEEALKKSVMKDLIKNVFETRIRKERRCLGCSVTSTKIETYKCHSINLP
DDSDNGQVLNFAELTDAYFRSETVDYRCEVCEHMESEISKTIIQLPQVLIFHLKRFQFSMEKGEFVKRKEKVAMERKYIF
ENFCSENCVIANDNEIVTITDDSDNEDEEDKENINTNSIAGKRHQNDNMLITSKRPVYENDVVQVESVKLTNKEKTTKNG
CITVDDFSKAYNLSGVVSHNGTAQSGHYVCIAYDDLSNKWKLYNDALVTDLKEQNLLT                      
>Contig19295_Pirum_gemmata_fr4                                                  
GEYSGPLCKSTQSREAAYVVLHELCNDITTFSNIVMSLIEKHDKIDFSIVDSWNYYPKFKLKATCGYVGLENLGATCYIN
SIMQQFFMTPSFRVRLLSSKPIGDDDDADTDDGAEECYNSDEVNDGGNEGKIRKSNKTKFMTEEDERRKENCEILTQIQT
MFSFLQESERKAYNMKPFCQIYKPYGETMDPGVQMDVDEFFNTLVDRVETALKGSGYEDVFKKNYGGKLIQQVISKDENC
KHISEREEDFMAIQCVVQNKKSIQESLDLYVSEELLDGENRYLCSTCNKKVDAIKRSCIKELPSTLIIHLKRFEYDFTTM
RRVKINDRCEFSDKLNMKPYTLEGLSKKEENDQNNNNN                                          
>Contig24418_Pirum_gemmata_fr4                                                  
QQNRATTKQSNNKNNNNNNINGNDNNNSNPAASSCTNLVEEELDPDFDYELSGVLVHSGSAESGHYYSFVKERQRKGIKT
PERWLHFNDSKVEVFDPKDLAAQTFGGIDSSKRPNLQKNVKKHYSAYMLFYDKVKDKKKLLCDQTTFSPGPVKEEVYQKI
WAENMRLWNDTLLFDEDYEKFLNELVIKVLEKHKQIVYLELEKQQDNDNVDFEIDDSELFEVGKLGVSFLFSTAVRSRTK
PNLLEWCNMLDEIISTCDLKGYEWFLNYCTEKENQLFEILACCIQKETQKAIVNFILSIIKKLDARVFSQSCNDLPIEDC
KRLHSTLKKFLRVLCEMLKDVRDHWRTFDGYFTLMLELVKLSHVIRNQFIKEFLIAWLIDLLLGEESPLREEHEVRHEMR
DKAHSANLTKPLAIIAILVLNCEMKQMPNGADEFLLHQKEKEMLFGPRCGNLYIPFLRNGDRTTLGYIKNIAETACHFNK
KYTNSFLKVIMKGIDEATTAKEMSPYYNLLEMLLAIDDDYMEWRLQHVIDHVIKFVDENFVYIEIANSALKFLISLCTDP
KGAQYLFESVNKWFIKWLVTAEDTDLCETT                                                  
>Contig24714_Pirum_gemmata_fr4                                                  
EFMCQLLDCLHSEISSEEQENISKNTNTTIVENVFKGVLASRVECQNCMSKSVTNDAFFDLSLDFPDVYQPNRLNTRRSS
IMTNFGHECSLYEMLDNFIS                                                            
>Contig12558_Pirum_gemmata_fr5                                                  
CIILLL*YKKLLLLLYFIFIGFIISFLNQINNQ**ISNILNKMTEYKVHVKWSGEKYSDVTLNSAEPPSLFKATVYSLTN
VEPENQKIVIKGSPLGDDDWGTFKLRNNMTIMCIGTPSADVAKEPDASERPKFIEDMPDQENTGAPSGLVNLGNTCYLNA
TVQCFRVCPELNEAIRNSAASNSSTSLDDMVVKRLGGVFNTLNSNDADGGSPVTPAAFLQTFHAAYPQFAEKGDHGEPLQ
HDAEECWTLLMSIFSKCLPGKGGNGKSLIDQYFRGELKTVTKNSENPDEEAVTSSSTFHVQKCHISNDVNLMNVGIKSSL
KGTVEKRSPTLDRDCIYEQESTINRLPGYLCVQFVRFFWKQDKGKKVKIVRNVKFGDQLDMYEYCSPELKEKLKVMRNKM
KELDDKNSSQTAEDVVMDVDKKEKTYEPFSFEEDQGSNNSGKYRLKAVLTHKGMYADGGHYVAWVREADSDKWILFDDDK
VSLVKQEEVLKLSGGGEFHSAYLLLYEPLKLEKTE                                             
>Contig14635_Pirum_gemmata_fr5                                                  
VNEEHVDEDFVLAEKPDDSVVSDNCKHWTKAVRCSNLKKAIKNHCHACQSQDDLVICLQCAVVSCKKEKHAFSHFEKCSN
HSINCSLSDYKVFCFPCESNISPSSKNEVTRAIKTVKQHSTKFGKTNTKIGNTSEWQNLENRNNPVVQIQEKKKSINELP
VYGLKNLGNTCFFNSVMQNLANSEALMHYLNSDFINEFEISLSTNKVKTINDNDSAKESWTSQNTDQIQQQPHQQSEESK
STTLLESDQQSDQ                                                                   
>Contig20970_Pirum_gemmata_fr5                                                  
EAFNLSKA*KSSPTYLLVI*MEQEWYPLQSVAYPTMSGWEPTCTEFDPQAELVWSANCSGVVTSYMGHTLEKYTSYQGHV
SEVRQLFVDKHGVISLAQDELRVTSREGIRHTTFRSDRIVDLQCMAPAQPNSGNFFVGGLQETMALVNVPRGKTIREDYV
DVGVAVMRRSRMVCCGGTDGSVSLRDPMSLRLEHKIEAHNGTISDIDVADNYLVTCGFSNRHGRYLIDPVVKVYDVRTFR
PLSSLQFPMGPSLLKFMPIFSSALTVTSQAGLFMVLDINGPPGQANSKYPYQLDTQGEMVTSFDVSATGNMMMFSDSAGV
MYQWANTDNYCINFNSQEVTFPDETSQTTRFDASEFDDNIPMARKMNFTGRNLLSSWPQSFQFVRRKPPVKISEEILKNV
KFIDFVGSAPNPGNRLRNQVEHVYMPTDNRFRKGNRFEREDSNPLGAVPRHYRRKEMKYSRFGLEEFDFARYNRTIFSTL
EPFMGNAYANPLLQVLYFLTPLRNILKGHLCKKEFCLACELSFLFHMLDLSQGTPTKNCQASNFIRAFRTIPQAAGLGLL
LTGE                                                                            
>Contig29550_Pirum_gemmata_fr5                                                  
KMRV**RNIRVSLGRG*HSIIVNFAVTV*WCY*RLKVQLYRIK*K*FWKY**QR***********AVVNKITYK*IKKK*
*Y*H*Y*ELEEIKFN*ENMSNLTQLYLGKCFEDLKQYTDPVTAGPAPRDLDKLFLGAQNKLTEGDQEKSYVLYMQYLNHV
MANKTHDKITLKKIKVALKRSEQLQDSLKQRYNEIETNRTQKEKEEEEQRQKQIQKEEDMRITKQKTLENKTSYALRDEP
VKKKSTSVAVEQEKKINFNPIFGYQIEDVKIQNDIIENTDTPYLFMKPGQMIDIMKEGVESILILDIRPQSQFKRSHLNF
DNYINIPESIVNNQQTLNLEHITSTMSEVNQRKFANRKNFAYVIIQDRDLASDNKHINHPSLLVINHFADWLKNFDFSED
AITKKPYVIDGGFKAVLIQYPTYCSVSGSGGGGTGDIGGNRVIINSTDGKMPMEDILFPLLPNEPLAVLSQQKEYSPEES
NFYAEYPDVPVIPEMAPYTPAKAAVEFGDVGECVAHETEDFDDDIEQHALYPSSTPSVPDVNRANKPALEEIPPPRPDKT
GLEPTPPAVKREGKPGQDQGAPRLRPKPQGAPKPKNQSIIIKGKPGHGLTGLSNLGNTCYMNSIIQCLSNAMPFSVYFIN
KKFINHINTNNPLGMGGQLAKEFGNLLSAMWCGQYQSIKPTGLKSCIGNFAPRFLGNDQHDSQELLSFLMDGLHEDLNKS



TDRSYREEKDLTDLPERQAALESWKNHQRRNDSVIVDLFQGQYKASTMCQNCKFVSLKFEPFMFLTVPLPNKSNLTLRDC
LREFKKPEILMGANQWYCPKCKKHQDAVKQLEVWKLPKLLIIHLKRFRIDMYGEVKGKNEINVEFPTENLDLSSFVQASD
SPSKFNLNSVSNHHGTLTSGHYTAYCKNVFDNKWRYYDDSSLKPASAHSTQNSGAYVLYYSSINVQGKTA*SSHNWYYLR
Q*NYTRIITGYILITL*K*FFEKYGWRYYYYYYYWVLVCS*TSK*T                                  
>Contig35451_Pirum_gemmata_fr5                                                  
KINKINKNK*NT*IK*INK*KSDMNPAPLVRDKSSIEFKGLQNNTGENNCFLNGIIQTFYHLQSFRIPFNQNFHSCPFVR
GELEENTNCVTCALKKVFDDYEYKDDAYIPASALRNILSNIHKHESRFKLNDMEDASEAYEEIVKNIHIMDRGNAEISIC
EPPCLIHHCFSTRYHENWECCGDDRNNVYDKFVQYIPAPQMFASGKKAYRASLFRARMNEDDLNVIASPRDIIPFDNLLS
MLIQKIPEPRRCEKCNNLRDTEINITHCASVVVFGLVWENNHDDELLATVLELIHPVIDMHRIYPNSNIKSQHRVLQTVI
CYYGQHYVCLYYNALAKNWLIFDDANVKQVGHSWHEALIWMRKNKYSPHLLFYETCTEDFANQSRNDFILGFNQYLIEKV
NLPRPKLRSKNSIVFHPSKEVIKEIGASQGNIASINESEVLAKQINLEQQEEERRKNIREGQDMAFAMQMQQEEDYKLRQ
GQARSPAPTYPAPHNPGGYPAHHNPGGYPAPHNP                                              
>Contig35452_Pirum_gemmata_fr5                                                  
KINKINKNK*NT*IK*INK*KSDMNPAPLVRDKSSIEFKGLQNNTGENNCFLNGIIQTFYHLQSFRIPFNQNFHSCPFVR
GELEENTNCVTCALKKVFDDYEYKDDAYIPASALRNILSNIHKHESRFKLNDMEDASEAYEEIVKNIHIMDRGNAEISIC
EPPCLIHHCFSTRYHENWECCGDDRNNVYDKFVQYIPAPQMFASGKKAYRASLFRARMNEDDLNVIASPRDIIPFDNLLS
MLIQKIPEPRRCEKCNNLRDTEINITHCASVVVFGLVWENNHDDELLATVLELIHPVIDMHRIYPNSNIKSQHRVLQTVI
CYYGQHYVCLYYNALAKNWLIFDDANVKQVGHSWHEALIWMRKNKYSPHLLFYETCTEDFANQSRNDFILGFNQYLIEKV
NLPRPKLRSKNSIVFHPSKEVIKEIGASQGNIASINESEVLAKQINLEQQEEERRKNIREGQDMAFAMQMQQEEDYKLRQ
GQARSPAPTYPAPHNPGGYPAPHNP                                                       
>Contig36344_Pirum_gemmata_fr5                                                  
GGDGGGGGDASFPMVVFENEAKTPTPLNDEPVLNTSHSTLNSSTSTKSKQKRGFLGTTSQMLHINTMKQRFKLGKNPSLL
PFGNASKSSSETAFKTSTTKQMGLGYLAVAMHRRLVNQAQYLVTQKKAYLLGIPVLLSFHRNSVSTFTLYKKIWKRVERF
KEESAFSFDVEIVPGQEAKTVWPFQLVHTNQTGTACGRCPWSHYCSGCVIEPSKEEIIDLSASIFHIGIDWESSAFHLHL
EDASFNSVDVHDSVTGGPAAKNKKVITLDCCIDTYQDAEQLEEDNCWFCSKCKDFKPATKTLTVWLSPPILIVHLKRFTQ
HYNRWVKSTAMVDFPLYDFKPNWHNDAENPTYNLYAVCVHKGMLGRGHYLCYAKNSNGKWFSYNDNICREMDESNVKTSD
AYILFYTRSDVKFEALLPKNVEQQPFEEDWVDEDDEDVEKTAEESKEDVNEKENDNNHDENDENDDVQNSKRCKIS*KID
*KN*SD*KNTKQQKPIPFALPPTLQTRLPPSLPLTPPPPPPPTPTP                                  
>Contig38619_Pirum_gemmata_fr5                                                  
LFGEGCIGYFNNYLTLLQ*FGSNVEFLNF*LFVKMGTVPSKLEKTLASSFPEHERFFGLENFGNTCYCNSVLQALYFCPP
FRQRLQQHAYARSCKPNYDKDTEKETLLSCLADLFMTISQQ                                       
>Contig50286_Pirum_gemmata_fr5                                                  
FQ*FLKL*KRDEKFQDLALWFPENRMDNNNNFTLTNLIDNYFSPELLSQDNKYNCENCEKYVDANRTCMISEFPFYLILE
LKRFSYDPKSNRRKKLLTDVVIPPF                                                       
>Contig76691_Pirum_gemmata_fr5                                                  
QQQQQQLKRKANARDPLQKGFTGLNNLGNTCFMNAVLQSLAQTSAFNEYFIQHVSVSEDSPRHPQKKVSRRDTIWCIDHI
NQKSVKAKKLSLVQELHALFRVMWSGRLAVTSPDTLLKCIWEEIPSFHGYKQQDAQE                       
>Contig1202_Pirum_gemmata_fr6                                                   
SNSNSNSANTENDNNSMVKTNATSSIYKLKAVVVHFGNKSGHFITYRKLANERWCYASDEKVFEVTKNEVLNSSAYLLYY
E                                                                               
>Contig18876_Pirum_gemmata_fr6                                                  
QINNNDTNNISKENGRDFVNKPKWYDYNGLKLSNTVLYDGNKIDEMLKFKQVLKHGSGFVNYGNTCYLNSVLQCLVHTPP
LTNYLYNTGHSKTCRIPKERFCAFCNLESLVKKTFKPGKGSHTIKPELFVSRLKQIAKHFHPMRQEDSHEYLRLLIDKLQ
ASCLHGYEKNLEDRIKETTYIHQVFGGYLRSQIKCLTCKHESNTFEATLDISVDVSSAVEKSLRSLTHREVLDKSNKYHC
EKCNAKVVAHKQYTIHTLPRVLCLHLKRFDYIFGGKKIKSKVKYNEYLDTAPFMSENTPEENTKYRLYAVLVHQGSTTHS
GHYYCYVRSPNGLWQEKDDDDVRNVGLNEVLNQQAYLLFYTQEKTTKIPLDNINEKINDSKKEKKNNKVDDKHDKGIALS
QSEKEEIRNKIKQQNKQELPKTVNEKTNITPTTTTT                                            
>Contig19935_Pirum_gemmata_fr6                                                  
LDNFISIENLGNVYNCSKCNEGKRKPSHSRAEKQLLVSKLPNILRLHFKRFSWFDKNRDKIGCTVNFPFRGLDMSDYCQK
SEHDKNETFVYDLYAVINHHGTGIKSGHYTVFCKNDKTEEWVKFNDSRISRNIPESEIISNSAYILMYKKSTRKNGFKMK
NAGMGNDDNSNRKFKRIKTKENN*KKNNKKKKKKK                                             
>Contig51411_Pirum_gemmata_fr6                                                  
SFGVTTTICWFVSKSLEENKKKKKKFKKKAKQNAFQNKTVATLLPKGLMNEGNTCFVNCILQALASCDSATEYLLETLAY
SHHHHLTNKNYLTVTKLTMDIIQKLLQPKNNEKNSDGINQLLIPQYVTGSSYLLFVLFSKLHDQRQQDAQELYQYLIDGL
IIERSKLFSIE                                                                     
>Contig52419_Pirum_gemmata_fr6                                                  
SKLCRLPDLLCLHIGRIYWDMGSFSEKRSHCFVHFEEQIDVKNYIGLPNWKISENDYEKSDGVSAEVASDSIHRNNNNNN
DY                                                                              
>Contig59912_Pirum_gemmata_fr6                                                  
DPSFEKSDVKLINTVSKTIRCLDGTSYEWGVMGLNNMKANDYVNVVIQSILRCNMFRDFFLFPNHYRKCQNPLVSRTGEL
VRKIWCKDNYKSHISPHELLQTVVNTSNKRFSITEQSDAIEFMAWYLNTLSLQLSKKKGTPNIVRESFQGKMVMTTRRLR
AKELLNDAVEQEKAQAAEEAAEKVFDTTTKEVPFLYLTLDVPPPPLYVDAEKDDIIPQVPLLELFEKFDGEKEHQKGNLA



HTYKIVKLPRYLVLYVKRFTKNNFFVEKNPTIVKFPVKNLDLKDHVFVPEGLSAKYDLIANVVHSGKPSMQNKKGEIQGE
KGSYRTQVLQKVTGKWFEIEDLRISEISPQAISISEAYMQIYELIGK*VSLRC                           
>Contig82863_Pirum_gemmata_fr6                                                  
AKIKTPIKFPAHLNIAPYLSSTIVRKRERQGRDCSDIELETQLLGSLNSHYSLFAVVNHHGSLHSGHYISFVKHGDQWFL
CDDGRISTATTEQVLNSEGYLLYYIKKNLEFETELSTERPI**NNNHHNK**QQ********YG***YG**YQQSQS*QS
*Q*HWQQQCYKQQQEQQEQEQYYHKKQQQQQQ                                                
>Contig82864_Pirum_gemmata_fr6                                                  
AKIKTPIKFPAHLNIAPYLSSTIVRKRERQGRDCSDIELETQLLGSLNSHYSLFAVVNHHGSLHSGHYISFVKHGDQWFL
CDDGRISTATTEQVLNSEGYLLYYIKKNLEFETELSTERPI**NNNHHNK**QQ********YG***YG**YQQSQS*QS
*Q*HWQQQCYKQQQEQQEQEQEQQ                                                        
>Apar_comp13657_c0_seq1_fr4                                                     
PLGHGGMVAATFAQLVQELWSGRHKAITPDSFLKVLEQAASHLDPRQQHDAQEFLAFLMDGLHEDLNRVTERVYEPLPAL
DGCRDMDAATATWEHHQRHNRSIMVDTCQGLLRSQVTCPNCAHTSVKFDPFMHLSLPLPECAPNGVHVTLTEKNGVRHRV
YATVDGQRTFHALREAIHRTIETKMPLVFAAVINKHITRLFRLEESLDALAVGERLYAYECAADSWDTVHVPVTMYAPAT
TSSPHSLAVPRGASTQAYEPMCHPLLLAVPRQATPQRMCAAVHGQLSGILTLPTDAPLSPTPSSPVPPDTPPASPRSPRQ
GRFSFFGFKRRAAFALWEGWTTGERVGPTSPHSPKERRWWPLRAMAWAQDSQAKNKQQHDILKQQHNRACPGHGCTTTPC
QHTQQ*WTQDSPLPATPQPPAYQPAG*NGSH*HEPQAPPSTAMDQ*SGRASVWRH*GTV*GARAWQCGHGT*GDG*GGQL
E*LLRPATERGGAVWGRQLVLPQVQGACVWGAQEDGPVEAAPSAHHPSQALCLRRP*MAQARLPGGLSHPLGGLFSKAGP
PGPGRGTEAWAAVRPVRPRAAHGHHGCRPL                                                  
>Apar_comp15447_c0_seq1_fr4                                                     
FNCWRCAVTLALETLPNSQSDPTDKNPCKEILGSARFSQGRTKNVDDCSDLPPLVEITQSTPAEEVTPSDSQSEKDGGKE
VPPLVEMDQSNTTTVHTEDGADGSFGIDGVDFDHETQLERFGEISNQASKETSIIDDRARQPPIENSKISDQIDGIDMRN
ESCERNETEVNGARTEITGEKHEISEGKLLMNGVKDESNGSIGETRMEKMSNISENERKQGGARNGGKLLKDTTQESEKS
THTKATQAGGDLLKNEGSVGKHVEKAKTPENGNGKRRVEEERLQLSRVLKGRGDPSDAREKLSISLPRVGRVASKQLYLT
RAPPTLCLHINRLYFSALGTPLKAHCFVHFDEVLDLSPFHSFACRGVQRAPLLYRLSSVIVHTGNPPSIGHFYTYRRMGQ
GKW                                                                             
>Apar_comp15853_c0_seq1_fr4                                                     
L*KQ*LTENGKSTLQAFWLWQERNRSFVSQISKIVRHPLIFLACADLPPPCH*PSVHNQPPRHNQPPPLLRPSVPGSISI
ETPRLPKFPRMEPTEPTTLQ*IARTFRPSSRSPSMNPNTPLVGKVTCKIL*QTVLHIFESRKNTSFLLPCYKLEAIG*CL
PSCALGGGV*SKMGVNSSKIEKALGAGFPEHERFYGLENFGNTCYCNSVLQALYFCPPFRQHLQAHAYARKNSGGSDEEN
ILTSLAELFTTISTQRRRTGVIPPRKFIAQLRKENELFRGFMQQDAHEFLNYLLNTVAELLAEEQRKELGLRKQASGPDS
HHLAGRLSLPLGSSSKGSLSQRFLSKKRTNSKPHVAATFDPPTPNSNADQASLASGHSSYSGQDSHGDKGSTDGRGEKKV
KTWVQDIFEGVLTNETRCLSCETVSSKDECFLDLSVDIEQNSSITKCLRSFSETEYLQGEHKYFCDKCCSLQEAQKRMRI
KKLPPILALHLKRFKYIEELQRYKKLSYRVVFPMELKLFNTSDDAENPDQMYDLFAVVIHVGSGPNHGHYISIVKSYDCW
LIFDDDIVELMDERGIQSFFGACHDRDNAQSSESGYILFYQARYTTTPVHHTLSGVFANAKEKEDEPASQSTSMARDPSL
GNRPAGSSNGANAGLQSTSHPTHV*YGGQGRDRDQWLAGRGLECRAAVSFFLLDFF*QIAFVLFSEMSSRPCDRYLVCCL
*RRGREWAWLW*FIQKCRKCCSPFMFLSSIVFFS                                              
>Apar_comp17384_c0_seq1_fr4                                                     
RMWLRESAMKEIQLLFAQLLHTVRPAIEPRGVLSKCTPSWFTRGQQQDCDEQLKFLLDMLDRHEIRVSYANKTDGKLENP
NLRIGDIPNGDKSDAMEIDVESAPVVTTPTPAGIFTGELTYEVTCGTCHQLSTRKENFTDLALSFPPAPSSDQSNSPKPN
PLPNRADRIAVDNMVGQFLSAEQLTGTEQYFCEKCETKRDATKHVRISSLPECLVLVLKRFSYDPITQGFSKIKTKVDLP
LVLAVPEPACAGSDEAMKRQEYFLYAVIFHAGISFESGHYYCAAREVSATTGAGDEQSQWYLFNDSTVSSTTLPYVRSIS
DRFSNDTPYLLLYSRWRMHLDPPPSLPQVIMDAISRDNATYKREKDRRVAMKDQNLLFERRDVRFGDGEDGTDGGGFGGG
LPHFIS*LISRSC*LSCFIEIMMAVWLCTCLMNRDIREVDWIYVNGVVSF*LTNSRVV*VPFFFLVDSELVGFWCELVGG
CVCACACVFLYVCTCVLWVARDPVRCK*S*YGRGHYEWLICSNDVRHEMF*RNRCVSVRNTAMIFADKTKFIC*S*NYGQ
VINGAPMTADVKATCCDHGPGIMIWICIIICSATNTCHVSTLNHLGIQEHH                             
>Apar_comp17521_c0_seq1_fr4                                                     
VCVCVCVVIWIFLGENVP*LSARLTLVFMDLR*TWAIELAKMAKAEEKRWGWMKEVKSVSQITQGHVETVYRVRDKCDGL
CKRNDKNNPNCLHHLGEKKYQDEPDGKKNRAAALEEAKFMNKELGEDPAVHKRKENDGVIGLTNLGATCYVNSIVQMWFH
NPDFRRAVYAWNPVEGDDPERTAVCRQLQQLFAFMQYSDRRVYNPQELIRCLQLEAQDQQDAQEFYRLFMTMLEDMLPDK
NVGEDGRPLRLIKEQFRGRLSYETKCCKCGSSSKRGEDFYELSLNVKGNESLDAAMQELIRPEDLTGDNQYQCSHCSSKQ
DATRTAHIETLPPVLNLQLMRFVFDPKTYTKKKLNSNMMFPEKLDMAPYVANATEPLGYDLAAVLIHRGVSAHCGHYVAH
VKDATGKWFKLNDEEAGSLAKSTAALGLEEEVLSTGNAGPKKKGRLPRGTHRSTNAYMLCYRR                 
>Apar_comp18569_c0_seq1_fr4                                                     
QVSTDPPRSYLVDNQRPMMAFVVPAKCTKKHFYNLLWAAVERVYNTSEFPILTKTSNGHNSAVDAGGDTESMGYMEDEVG
SDYLDSGDELDGQLESAYKGNLGKDDMDVDGQAMQQPSEGGAPTDLDWTQVLRFTEYGMELREDADGFLRFSTNVCELKW
TVDAWRHLENNRITAKSDTTMDVETQYKQPSVTLYDCLRLFTQEERLGPQDTWFCRGCKQHLRATKKFDLWRLPDTLVVH
LKRFGESRLHFRSKLDTFVQFPIMGLDLSEYVQDSQLPQGCIYDLYAVSNHMGSMGGGHYTAYARAKDGNWYQFDDSLVT
KISEDKVTSSSAYVLFYKRRVEKPAAETEMAVDEIMNGQENDSTPGE                                 
>Apar_comp18569_c4_seq1_fr4                                                     
PGPVDAKSIADPEYPTEVSIAAMEARKVATVPYAAYQKLVMWHMAEGRMITRKKINRGSWDEVEILRVKVRYAMKGSGDY
DRSVAFFSRQDTIGKIRREIMSLLEVPQNAETLISHCYANGRAHKDFDSSSDDYTLLAAGVGNGDILALSVKDENNEWKG



GMQPPGPREARIPEHQSFLRVDGFRSAPSLPQTPSKRPSGGSLAPLTPTRPSPAGMGLGNTSKTMFSLRPQHKPVRPNNL
FKDDEEKVGTFNSPIKSSYASVQSSYNQQSPTLKSTYSTYSVSRPQPRPGLCGLQNIGNTCFMNSALQCLSNTPALTNFF
LESTYKRDLNRFNPLGHKGRLAEEYGDVIMSLWDAESSSYRPWSFKQTVGEFAPRFSGMQQHDSQEFLSFLLDGLHEDLN
RIHDRPYQEMPDSDKIPDQHILAETAWQMYKRRNDSIIVDLFQGQFRSTLVCPDPECKKRSITFDPFMYLSL        
>Apar_comp18569_c4_seq2_fr4                                                     
PGPVDAKSIADPEYPTEVSIAAMEARKVATVPYAAYQKLVMWHMAEGRMITRKKINRGSWDEVEILRVKVRYAMKGSGDY
DRSVAFFSRQDTIGKIRREIMSLLEVPQNAETLISHCYANGRAHKDFDSSSDDYTLLAAGVGNGDILALSVKDENNEWKG
GSAPSLPQTPSKRPSGGSLAPLTPTRPSPAGMGLGNTSKTMFSLRPQHKPVRPNNLFKDDEEKVGTFNSPIKSSYASVQS
SYNQQSPTLKSTYSTYSVSRPQPRPGLCGLQNIGNTCFMNSALQCLSNTPALTNFFLESTYKRDLNRFNPLGHKGRLAEE
YGDVIMSLWDAESSSYRPWSFKQTVGEFAPRFSGMQQHDSQEFLSFLLDGLHEDLNRIHDRPYQEMPDSDKIPDQHILAE
TAWQMYKRRNDSIIVDLFQGQFRSTLVCPDPECKKRSITFDPFMYLSL                                
>Apar_comp19949_c0_seq1_fr4                                                     
GEADLVRQLMHKHKMRGLEVGSMVYVLSADWWEGWKAHMAYSPETTSHPLSTQAPGPIDNSKLIDTGPVHRPVRSGAATD
DEGSPSQSEQKGAQSPMTERNERKTGYSFFRKIRRKSDAGPGKDPRRPSSASGLLSDDRKATNLTYEDARRQSASVADPE
NTGLKQTSQVDLEKKKRAQGENVVPTYSDYGHRLKWNLVQTQDYVIVPESVWGALVQWYTAHPVLPRAVISSGYGHIGPE
VELYPLTLQVMVPAPPPQPLHTSRPSPSSSKQRTPSVAMFVDDEHAGPRRGVVLYNVMMSRCATTRELLEYVLEHYDKHV
PHPDRISVTDARLWNFYNSALPVMMDDCKTLEDAELVDGQEIMLEVRDPTTDKWPTEMTAGQAQAAAGSSTLLGMRKHQA
KERPRVVEKGHTGLANLGNTCFMNSALQCLSNTRPLTHYFLNGYHKAEINPKNPLGMRGLIAKRYGNLIGLLWSGTERSV
PPIKLRLTIGKFAPRFNGCQQHDAQELLAFLLDGLHEDLNRVKEKPYMELKDSEGRPDEEVAKEAWDYHCKRENSIVVDL
FQGMLRNETRCLQCGHDNVRFDPYSCLTVPLPAEDSIYLEVVVLWLDGRIPVKYGLHMALEDTYVAVKDNLTSLARINRS
NIVLCEVSGSRVARFGAHSQQDKP                                                        
>Apar_comp19949_c1_seq1_fr4                                                     
VPDVPDVPPSAPDHPPLGPGDSMRSLDRWATAEQGYCVLAMHRLLEGKDVFLMHQYKPRLLGTPILLSFPSDLVTASDLY
KAVWARVHRYVNTTTFHGASRDRHGLVEHVSDEQLADRPFLLKRVGRTGVACSEHEWNQFCTGCIIPPNSKETLDLVSEI
SYVAIDWDVQAFHLFFDSAEEKKVHLDKTARLSREQHVQALDLQMCLGEFSKQDRLDDDEAWYCPKCKEFRSATKSLTLW
SLPPILIVHLKRFHFINGRWVKSDKLVNLPIRNFKLPAGVGRPSMPRFDGSQSCPSNLKSASPHSKGRKDV*TLRRNQPQ
GCAWWGPLCCICTGAQWGVAVLQRRPV*ARA*VPDSHVRCVRAVLSGTGHQAVLFCPPQRQATTIRGGLG*PGG**GGT*
GGEEGKGMQGVIA*SQRMYNGM*RNV*KNATDDCVMVCLIPGVTDVVLVSEVWKRM*FV*CK*SMHWFPWAMVKHNMSTY
GVCWCVQR*KGFSIFDFESVATGVPHNNQHE*KAMFFT*VNTC*TYCCSHRSV*MVC*WNVILIPETIPAVIDILSCDTR
CVGVASISTPSINTTIIITRLNTIVYCMVVMNVGCL**IWFNRQLFPLALRIE*QHCHKLQCCKGK              
>Apar_comp19992_c0_seq2_fr4                                                     
*DAYWRGNRCFYLRVVHNYALALCGIT*ADKRVTTVPVVRSPFCTERKHLDLLFFLALSCART*S*K*GLRWCMCQEGAR
WWFLTVVSYST*LICSTKQIMPATVSAQKQLAFVPSAPEKKSCPRSAGTIPHSQPLMFSLKRYDDYLQRVSASVKIPEEL
NVSGYVEGVGDGGVAQLALQSVICHHGTSMDSGHYTAYTHVDGAWWKFDSYKNPISSPCQDVAAMHLEWEANAYTLFYEL
KFVCPPGA*MCYLSGKDTSLYE*LDTKHATYKTRF*RVSGVENTK**VVEDLTRHQTDTHVRLGTHRVGARLCALWL*NM
GIGLCWCLVFGFLLLTGSFCLPLPQSH*PRTLCVS*STVAFFLLFFLY*SSL*PALVTIIG**PIFR*HKQTNVTVKE*M
LAMRLKTPLSTINAFCRMKH                                                            
>Apar_comp20537_c0_seq1_fr4                                                     
LYFATLSRFFLVFFFPVLGSCFCVFVLSLRFFSTLYASVLMCTLACMFLSVFLTCSFSGHAFVHTLHNFHFLCVYIHGRT
DTRPN*VLLTRVGTSRTNIK*MECQSRKRV*AADCDLFGK*PLRLLAGHPEPERAGPMQDCPHVDGLEGLEQLAANSLLD
TTTWVCRECGTTDSVWACLTCFSMGCGRINGSHAEDHYRDTRHPLAMEINQRYVFCYQCNDWVLNDNADNDMEVLRSQLE
QVREHKYSESRTRSGRVIRAAVLREPKDLAKEGKLYDILYRWRFLLVAKAFNTWLDFSEDQKLLRAQERAAEREAERDVS
LADARQRKKPRPAIVPGHIGLRNLGNTCFMNAVIQALSHTSIIKHYFVGMEIPKPQSSDDETSSQPSVTSHEESESSSRE
KRAVRRRDTVWCFEHVQTKRMGGRSARKDTKEQPKEELSLSHEIHAILRVMWSGKWGLVTPHAMLHAVWRLIPSFRGYMQ
QDAQEFMCQLLDGLQDELTKLPAPDVWSMYNPHEPRPPHYASSSNIINATFGGTLMSNVRCHRCKALSTTTELFLDLSLD
FPTTVGSDTKTTHHLSDMLEQFTRTEDLDGKVYMCENCNRDKNKPPILTNASKKLSLVHLPYVLRLHLKRFKWAGRIREK
ICAPVDFPIEGLDMRPYCEPLEEGKTLPEASTMYDLYAIINHHGTGFNTGHYTCYCRSAETGDWVQFNDARVSHGLSASD
LVSPSAYILLYARRDLPVIHQQAQQGHLNTHAQSVKRRKVE*KVGKTEK*ADCGEIWWIGVRLLFVSHLSTFSQFPLFFL
FFFF                                                                            
>Apar_comp22860_c0_seq1_fr4                                                     
DRCTSKIFRC*VLQYKG*GGLEASNAKMPVIKVSVKWQKNKYDVDLETDEPPLLFKTQLYALTGVAPERQKVMTKGGILK
DDDDWDKIKVQEGQTWMMMGTVGADAVVAPPQQRTKFVEDMAENEVPTGFPPGLRNLGNTCYLNATLQCLGKVPELKHAL
EKYNAQVGLDPSNNITLQLKQVYGALDKSQTAIAPILFLDELRKAFPQFAERGEGGMFMQQDSSECWQQIVKCLDNKLPG
VSTEGAAGSKSFVKQYFTYELASKLKCTDPGAASEPETTERSESQVLQCNISLQTNFMAQGIKEGLEGTLEKHSPSLDRN
AVYNKISKLDRLPAYLTVEFVRFFWKAKEQVKAKVLRNVKFPVNFDAYEFCSEELKAKLLPMRKMFQEEAQKEVDKRAKL
ADLKSKDGAGAMDVDTKKATHPYDFADDPGSNNSGYYELGAVLTHQGRSADSGHYVAWVRDKGDKWLKFDDDKVTGVTEE
EVLKLSGGGDWHMAYLLLYVPKVLVTED*AGHPRLCCHIWALALRFDWWPHGAQPTL*PSTPTSTVTTIYGQSDRHDVSV
RVV*PANICTRALNQKSHTCTNGKK*IIMI*RHNSKFEHMHMRKNQTR*WYIYATPGSGTFSLTHFCAPPGPVFLKICFA
YLPSPTHHT*FSASAGKKTRAHVKALTILSDWFAMHLAFFRFL*VCG*HSERYHHRKLSVPSH*YKSTFSRCLNFSCTGP
VLMSKKGSLNKSSG*SVLW*I*LATKKTTREVRRH                                             
>Apar_comp23175_c1_seq1_fr4                                                     
RKFKFPRRVR*SVYILQLESLRVCVLGANLIHICVCICPLQLFEFAYFPPDIDNTPRLSSCFWELEPKKKTVVAMNMGGE



GAPVRLSNSGAQWGSN*GAMDGSEWYQVQTVAERLGRGWATNYVAFDPFSELLWTGSQSGLVASYHGSSLEKYTSFQAHA
AEVRQVMVVDGGVVSLAPDELNFTSREGLRHSSFRAGSMQDLHCMVQAQPNRATFFVAGLQESLMIADIARGRLIREIPV
EQSVAVVKNSRFLCCGCTNGQVVLRDPTTLRAEHTLDAHSCTIMDMDVSGNLLATCGFSERHGQYIIDPYVKVYDLRTMR
VLTLLQVLPSGPALLKFMPTMPTCLAVVSQTGEFQVLDAQNASNPGAYTYQFDMDGSICTSFDVSSTGTLMVFGDSGGLL
HQWACTDDPAVNLESRELVMPDPVPSLSPININDYTVPLSPVILPHYDEHLLSDWPKRFTGPYSRPPLSIPADVKDHMKI
NDFVGYAPNPGSRLRNQIEYTHVPRLKRQQRQPSMERRDSNSRLPDSVPRPFRRKEIKYSKLGLEDFDFAKYNKTKFGSL
EPHVPNAYCNAVLQVLYFLAPFRAHVLSHLCEKEFCLSCELGFLFHMLDLAKGENCQASNFIRAFRTMPQASALGLLLTG
EEKKANVPQLIQNFNRFLLQQVQQETAAGTADQSVVADMFRSQQCISSRCAVCNEEGTRETDGLMFDMSYPAEYLPLPFA
SLLRDSMLKEQQTKAWCAKCQRYQITVQKKRIKTLPKMLSISCSAEKDSDLRFWHSPDGGVYNEEFESWLPTTLEVTLTD
TNDVIITSTLYSSVEKGGLDDGAASSTSELCDPSVDQSDAGDSMSATTENTENGESEDPLPTSSNGMPESTPSANHDLSV
PMPGPFAPPSPAVIPVTNMNYAKAVGKLLGKSQESPSPPYSGNLHTATPPPGGNNQTKETEGTEAGKEQEGVNVNSTNAG
EGTLVPPGQESKNGVKDEGKSGVVQRIQYELVAVVAHINHEAYGGNLVAQIKVDPPYLKRVGMEGVGSQWYLFNDYSVST
LSAREAFHFNTTWKVPCLLYYAQVGLSEGIQDPPSRELVSADILMDDSKYVAKNRRRPSVPRSIVPVTLDRLPCKGYHVA
IDAEFVALHKEEASIRSDGTKNTIKPSQLSLARVSVIHGEQPHFGEPFIDDYICTSEQIVDYLTQFSGIHPGDLDASVST
KHLMTLKATYLKLRSLADRGVIFIGHGLKKDFRIINIHIPPEQVIDTVELFYLKWQRKISLRFLAWYLLNMDVQAGNHDS
IEDSRTALYLYEHYKQLVAEGTLDKTLREIYEAGRKYKWKAPHWES**MR*RCGYSWPTSTRKRPNIYNGDIRDESVKIA
SRRIKAGRLPSQSPRHHNAMIFSQSQGMIQSWFSLPVTHQEKLITPNREEMIIS*FSAFVKGWCVRIQSM*VAMQYS*SI
NIKK*RIKLENK                                                                    
>Apar_comp23281_c0_seq1_fr4                                                     
TISL*RLFSISYSVG*RSGFTFVCLQEVLVRGIKTTCIHNGALLDTSQLSKPVPFE*GMDLPN*SAAKWAAHVLYTGRSY
IYVILYG*V*RMDLDMPESLEGVKAARETLTDEHALDADQTNMPTDDSSLQGKVDVDSQHKRGVSFGQAFHEDGMATEPG
WGNVHLSEDDDTGFSSGTHAGSTPIKMAPRPTHRSVSVSFDYGHHFDIPERRPMAAYSSSVDRNFYQRQARQVRRRSSLS
MSGIASYQNQLQDMYDALSCRAHDGTATREEVREELGRLFNPDLLDRIFDVVDEGHTGRVDVRKFMCGLSSCCGGSTIEK
LRFCFHISYPFMKFNREQMEAVLLDFYRVVEIHPNLRKDFKTINDQVSHDSVTYQRRTSMSYTLAPDKEISRLVGTFFDQ
MDTQGTNELSFTVFSHWLRLNSKRLASFMDRIAQFAPTTLLEPPLRRSDEREIIQQLMARTPATPESDALQLRYLIDANW
WNEWKRYVNYDNQEEDALGLARHKPSVIDNKPLLEEDEFIGEEDHCTLRQFLDEDVDFVAATKEVWDTLKGWYGGGPTIS
RRLIPNKQGQTPARRPSMVEHSSSAFSTPVKSHSFQPYVLELYPLRLSVIHVGSITLDGQRFRMEQGTTAGLRRIVRSKT
ETVEAVEVAAQEELDLEDDQTRLWRWDGTESDIPKLLPKQADETLEDVGLTDRNYLIVDVKNSEDAWGMEVLFAEASLAP
NVDVGYRGSGLIGLRNLGNTCYMNSALQCMLHTIPLRDFFLTDLYTTDINKTNPLGMGGEVALAYANLLKEIWSTRAMGS
VAPRDFKSTLSRFAPQFQGYQQQDAQELVVFLLDGLHEDMNRVLKKPYIEAKDSEGRTDQDVATEAWDIHMKRNRSIIVS
LFQGQAKSTIICKTCQRKSVTFQPYTFMSLPVPASEKRLLPMHVVDRQGETWECQVVVPSDGTMQDVLDAVHELDGLQIN
KEKCILAEMANESHNLSGVHSNTDKLSYLSNRFTQMLYDYVDPPIDYTGVETSVVMVLHRKMPVSQGDDIYQMYGKPQPF
GMPVAVEVPKEVSPADLRAIVWNRVRMTVDMGGHPYADEDMVLTWSNRNGTGCGKCGWSSQCTGCPVAPPKPAVKILVNP
PSSQPVDENEAMETGKSEEGNDGGDVEDGQFDDAKEDLDSNDGQNEKKEDETKEEEIKEVGESSDGEMKDAEETNEEGKK
ETENIWGDFETGPREVPSIDEMIEEREEYVTIPDHCTIAMDWTPRPPEYGEDPTSVWEGPTPLPPKKHPSLQTTISPVSL
KDCLDKFSSVEEMTQDDGVYCSSCKEFRPSTKQMQLWSAPPVLIVHFNRFEFNPQTMITRKLGTTIEFPPALDLSPYLLE
HDNLRASGIVAPPAEYDLYGVTHHLGARAGSGHYIAYVYHTDKNTWYCYDDSACNEASFEESHTGAAYLLFYMRRGVTLA
DVLPTLLTATSGLLEKPSGGRAGLSPRVQRLAADSSKKTSAMSDSDPN**NSSFL*NCHVFPIVLWVIAFFIRKSVCTFE
QRYRSFRNFCVSFRGGGGGGG                                                           
>Apar_comp23811_c0_seq1_fr4                                                     
VELVLCSVV*LTLSPFFLLLN*LGTSLP*STSLLGGTVSFWW*TYDLEPTLPTGVLPFWQL*TMPPTYDIDDSSEDELNV
SPTGSIDGDFDSMDNQPKIVQLLDLPDPEPDCPVDEEDRICEGKISLEIKQIEHLSGKLFSDPVEINNERWRVLCFPRGN
NTNTSIAPSLSLFVDCMDATYVKEADWHRCVWFDLILRSTIPGKTHHRSTHHRYDKHSQDWGFSSYLPLSEVLDPSNGYV
DPNNEDAITIEARVVICKGVSSIWAPPGPVDSKKETGFVGLKNQGATCYMNSMLQALYFTNELRRAVYALPTQHDDSSSS
VPLALQRVFFNLQTSEEAVGTEQLTKSFGWNTLDAFMQHDVQEFNRVLMDNLETKMKGTVAEGTIGRLFQGSMKSYVTCM
HVDYESSRTESYYDIQLNVKGMGDIYKSFDDYISVETLSGDNKYAAEGHGLQDARKGVIFQTFPPVLHLQLKRFEYDFET
DAMVKVNDRFEFHDRLDLSKYLEMPEDTPAEYLLHAVLVHAGDVHGGHYVVFLRPTCEGQWYKFDDDRVTKASTKEALAE
NYGSEEPNKGYSAGFLPGQRLGLGGLRLTKHFTNAYMLVYVRVSEVDRILAPVRDEDIPSHIVSKFTREIEEQRRKEQEE
LDRHLYMHVHVATAKDLQAHRGMDLVRFKKIASPYRPLNPILRENEEVDDNPNPPKVYKIKREMPWGDFRAQLHADLGVP
VTHQRFWGFVSRRNQTLRPDGPVVAAGSRPIDSVVHGARTNNEVRLLMEEVPDAEAEVGMNDILLFFKFYDPVKETLEYV
GHATVNKMQKIRELYPMLRRLVGLGPTEPIVCYEEIKPDYIELCVPDKTLTGSEMGNGDIVVFQRRRTVHKEALEKAVAA
MVSEPPKRPAWGNTTPAFSVAANVPTPRWGAGTPLADALRQNNRPTTPVLDGLTPLGTGSKPRPEPNPPSSAPPAESVSS
SEDVVVVDEPLPEGHPETAPEYYAQLTNRVEVTVRQHSSDPKVFRVDKCTLNLSKKMNYVQAAEAIGKAVNQDPAYLRLY
THDDTLDQPKSHLRRLLENATLGEMLGGMYSTKSSKIKLYYEVLAHPLDELERKKLVEYVLRGQDGSEKQMGVLVPKGSR
VVDLLAAVKDQAALPAEAHLRLLEITNGRVTHIFVPDDEVDRMDPLPSTWYRVDSVHPDILAVTPDSVNETLIEVMHFHK
TPKSPHLHGSPFEFVLRKDEKFSETKKRLEGFAGAKPADFAKWKIALVVDGKADYLDSDDMVLYDLVEELIGQKAWVGLD
HAAPRSVKTSNFEKAVVIHN*GYFIQ*EL*VFVVQCMYR*WWCSCMEDLQNAMWRGIKTLCNDVLFGVCMCAVKERM*QH
RDYSTCTLYF*LRLFTFFVRKCQGCP*MPGGSFSYA*IFLIPNYQ*KLMFVSSFE*RING*L                  
>Apar_comp23811_c0_seq2_fr4                                                     
VELVLCSVV*LTLSPFFLLLN*LGTSLP*STSLLGGTVSFWW*TYDLEPTLPTGVLPFWQL*TMPPTYDIDDSSEDELNV
SPTGSIDGDFDSMDNQPKIVQLLDLPDPEPDCPVDEEDRICEGKISLEIKQIEHLSGKLFSDPVEINNERWRVLCFPRGN
NTNTSIAPSLSLFVDCMDATYVKEADWHRCVWFDLILRSTIPGKTHHRSTHHRYDKHSQDWGFSSYLPLSEVLDPSNGYV



DPNNEDAITIEARVVICKGVSSIWAPPGPVDSKKETGFVGLKNQGATCYMNSMLQALYFTNELRRAVYALPTQHDDSSSS
VPLALQRVFFNLQTSEEAVGTEQLTKSFGWNTLDAFMQHDVQEFNRVLMDNLETKMKGTVAEGTIGRLFQGSMKSYVTCM
HVDYESSRTESYYDIQLNVKGMGDIYKSFDDYISVETLSGDNKYAAEGHGLQDARKGVIFQTFPPVLHLQLKRFEYDFET
DAMVKVNDRFEFHDRLDLSKYLEMPEDTPAEYLLHAVLVHAGDVHGGHYVVFLRPTCEGQWYKFDDDRVTKTVSCRTQTR
ACAYGGRDLVGM                                                                    
>Apar_comp405258_c0_seq1_fr4                                                    
EQESSAHVDKSIRPLEEEWTDVAERSVTGRTGLVNLGNTCYLNSVLQALNMSTPFRNLVLSFRVPPVSNPSTNHTNGNTI
SNIPNGDS                                                                        
>Apar_comp12809_c0_seq1_fr5                                                     
DEAKRCNHVKKFVRANNLRKTLPHAASTCHGCPNAEADKGVKKGKSAKAELKKTAGVGPVCVCLTCGHVGCDRSSPVKHA
VVHSETQKHPVVYDAKTGSCWCYLCDDEVSIGDREELQVAVGIVTQAFAIESPWNTSGKKHNPIIKGAAATTAPAETSKK
GKSMHSDKSKSAEAADDKLVVASKATISMLPGRVKGLSNVGNTCFFNAVMQNLAQTQPLVDYMNRPGDTQEDSLYRFYIR
EGSKQREVQSEGGLGPLTASLRGFLLGFRDGVGSNYNPSALFGEIVKKAPRFRGFQQQDSQELLRYLLDGMHTEELKRRK
SAILQMYGIDPKAKPDMDKIEPWKKKVIKEAGADLDTFVSSIFGGQLVSTVTCLDCGMVSRTKDVFLDLSVPIPSESHTM
KGGSARERFMAKRRAKKGGQTSTEAPSQPPTPSKLSKHQQKRVAEEKRKMARNVHRHKAGTNVTQPEPTEDKDGKGDSKE
EGESKGNEDVDSGDEGGSDGEGHEVTDDQNNETNEGKDGDAGARNEGAPTSKVMDRQNGSGEMGSLTGMVEALSLEPNTE
ASPMDVDRAEMNNDSTNHTNTQCNETANTNEKVADTQEENVDKTERNKNQSRANEGVNEDGSNEGNENGNDTENNEQNVN
GHDETTRTASITAILVKQNIVKDEGEEESGSQNDNSEKEQQEDETFQMFVKGVTNKTIVLDVTKNTTVEEIKRMALERER
KVVLRPSHALQDSGSYDTNGVPTLAPMPTSASTDTSLTGCLSALCAVEKLDGENQFKCEECKRRLGSKTDVKVDATKQLL
LAQVPRVLTLHVKRFEHMPAGLRKVNKHVSFPTTLDLAPFCWNECLLPSKQPATSSSVRYRLCGVVEHGGTLRAGHYVAY
ARARDGKGGDQWYYASDSHVSAVTEEKVLRAQAFLLFYELVE*Y*STTG*NFKVYR*SGVLNESKNVHVAG*A*CTRHWI
DVF*PGERVVI*HVIELQSNGGGKIKMYSRRMCMPLEKQNVPSCQGPK*IQPGIVRIKDTIATA                
>Apar_comp13657_c0_seq1_fr5                                                     
PWAMVAWWPRRLPNWCRSCGRAGTKPLPQTAF*KSWSRQPATLTPGSSTMHRSSWPS*WMACTRT*TG*LSVCMSLCLRW
MGAGTWMQPRPRGSTTSATTAASWSTRARACCAPRSRAQTVRTHPSSSTRSCTCPCPCPSVPPTVCT*R*RRRMGCGTES
MPPWMAREHSMP*GRPSTEQ*RPRCR*CLPP**TSTLPVYSVWKRASMPWPWVSGCMHMSVPQTAGTRCTCL*PCMPPPP
PPVLTAWPCPGGPAPRPMSPCATPCYWLCPGRPPPSACVPQCTGSSVAF*PCLQMPPCPPHHHPLFPQTPHLQVPGAQGK
GGFPFLGSSGGPPLRCGRAGPRGRGWAQPAPTAQRRGGGGP*GQWHGPRTAKPKTSSSTTFSSSSTTGHAPDMAAPPHRA
STPNSDGPKTHRYQPHPSPLPISQQDETAVIDMSHKPHLALLWTSDQAEHLCGDIEALCEVHEHGSVATAREEMARGVNL
SDCFDQLLKEEVLCGADSWYCPKCKAHVSGARKKMALWRLPPVLTIHLKRFAYVGHKWRKLDSPVAFPIRSVDFSRRLDP
QVLEGEPRPGPLYDLYGLVQHMGTMDAGHY                                                  
>Apar_comp14252_c0_seq1_fr5                                                     
AVEPGLRGFNNLGSTCFMSCILQAFLHNAPLRNYFLSDQHSKATCPTSKTGGKVCLACEMDTLFKQFFSGENKPYSPHEL
LYSVWTHAQHLAGYEQQDAHEFFIAFLNGLHQHCQGTRSNCTCIIHRVFTGALQSDVLCLQCNSVSTTVDPFWDISLDLH
QHTAGPIMAKNNKGKNNESVPTSLVDCLNRFTKPERLGSDQKLLCNKCNSMQERTKQLSLKHLPIVVCFHLKRFEHSTTS
TKIKASIDFPARLDIGPYLSSTIIKKRERLSRQHGTGSGTDDANNSDVDGPGAPTSKYSLFAVVNHHGSLHTGHYTAFVR
HTDQWFQCDDASVTTATIEQVLASEGYLLFYIKETLDYEKAPTK*ENLPPGSTHTQAHAHRHTHTCTHTHAHILTHTHI*
AHMLVHTHVHTQTHAYTHTH                                                            
>Apar_comp16029_c1_seq1_fr5                                                     
KDAPTKPARPFFQAQQAPRDAPSRSSTGPRGLAGLGREEAAGQRGLVNLGNTCYANAVLQALQHCRPFRGAISALHGAMG
PQNTEAADWAVARELALLLDSLHDVSTNGTTPPPASPGNLLQALRQSVGLFEAD                          
>Apar_comp18961_c2_seq1_fr5                                                     
HSRRARCLPSSPHEDWPQQLLQSGHLKRLVAVFEHMVDNPAALDPEVLSVLVDVLGRLLLVPKSADAPHHQHLLLRVQGT
NLNPDHLGSLSLRLLQHLAHMGLGTQHTLVSLAGWVTAALRTSPGGLEAYVMREDGDRMSILYQLLLQTPSSGMAVRRAL
VGAFDALWDDMEPAQAMALHAHLRGMLRGLNAAHNNCLEYMELLGSGLKFASEEEAKGLSTICLERVDAQPTVEGRGHGN
VDVYLLGLLTVLVRLLHTHTATMQLAKGHHLHTRMYEGLFLIPTRQHHGPFGPPQFKSNELRGAAAQLLATMCEDSGAAA
AIADRMATDMASDDVPNEWNYSPENAQKADCGYVGLKNLGSTCYMNSILQQFFMAQSFRRDLLACPVPQTDDPKARLLAN
LQTIFARLQESERKFVDTRDFCSVYEYEGEPVNVSVQMDVDEFFNMLFDRLESVLKNTPEKDLLKRHFGGKLVQQVISKD
DTCKHVSQRDEDFFALQCEVKGKMRIQESLQLYVEGERLVGENRYFCDTCKKKVDAVKRTCIAALPDTLIMHLKRFEFDM
ETMRRIKLNDFCQFPTGEELDMQPYMLEHLSSMEGTPIDVQRPPSYYKYRLAGVLVHMGTADSGHYYSYIRERGPSDRWL
QFNDSTVEWFDPNDLADQTFGGRMSSLNDKDITIPKAYSAYMLFYERIEPQMNDQHNHANGIQHSQMASIPEDVLCSIWV
DNSSQWRMCQLFDPHFTTLVSQLLQGNESHREHVLLACWNLLRTCRGKDRSGLAAAAQTLVTLMENVEGAGPCVLEVLIT
HPELIDRYLLMSPPHTGIRTAIIQVVCEAIDATRQDTSKLYPFVHLLIEKMPHLRYYIKSSRPYFEVLLHLAQINYTGWW
LVQAGGIGLLATLYLGYDNNHPHGLRLEGRTEKIRLTPPEHVARVVDALLALLWKQRLPLPAVDADLLLVKKNPSKEHSS
FVHRLIDDKDGLFTHDALKALCRDSMYNTHRVGERLAHVIGQSYRSDLPHHFAQMTALLEMEDSLHVARRPYLLAMLVQM
VNRFLDYSDPSLANVQYLVALAETNPALVKSLKEFPNAWLKRWVECSSADVADECVKLALQLGGPLLVDRSNEPQLLASC
PPAVANWARKIFFMVAERMAVLARVNYSPVIHFAYHGNKDHDHRNNIYPLTHYARLFQATFPDEAPTNLNAWRVRFSHWV
GLLQFLNGRHEHSQLANTCRQEVARVLLHFVNGSRDLAMSLVLNPAYNIGFLSFF                         
>Apar_comp19510_c1_seq1_fr5                                                     
GAWCHCAVVDLFQQNSEQGSWCVQKLVHACACIKVLERFKPGPQQDAQEFLGLLLDNISEEVKRIQKELKEVLEEDEIPN
DPVERNFEFKVREETICAECGNKSPSSTPDRILCLGHGRHEGQSARRDNNLRNLLH                        
>Apar_comp19949_c1_seq1_fr5                                                     



CLTSQTCPQVRPIIRRWDPVTPCVLWTGGPRPSRATACWPCTAYWRARMCF*CTSTSPACWAPPSCCPFPQTWSPHQTST
RPCGHVCTVMSTQQPSMVPLGTDTGWWSMCLTNSLQTGLFYSSGWAVLVLPARSMSGISSARGASSPQTARRR*TLCLRS
AMWLSTGTCRHSICSLIRLKKRRCTWTRQPGYPGSSTCRHWTCRCAWGSSVSRTGWTTMRPGTVPSAKSSDRQQSLSLCG
PCLLS*LCTSSGSTSSTGGG*KVTSWSTCPSGTSSCRRE*DDHPCPGLTVHRAAHLTSNLLPLTAKEEKTYELYAVINHK
GALGGGHYVAYAQGRSGEWLCYNDDQCRPVPESQIVTSGAYVLFYQEQGIKPSSFVPRNVKPQPFAEDWDDPGDDEVVPE
GEKKERGCRVS*HRAKECTMECKGMYERMQQMIV*WCV*FPV*QM*F*YQRCGNECNLCDASDLCTGFHGQW*NITCPPM
ASVGVYRDKRVLVYLISKV*LRVCPIITNMNERLCFSLE*TLAKRIVAHTVRCRWFVNGM*F*SPKRSLRSLISCHAIPV
VLV*PLFLPLLSIQRLS*PG*TLLCIVWL**M*AVFDKYGLIDNCSP*HYELNNNTAINCSAAKGK              
>Apar_comp19992_c0_seq1_fr5                                                     
VCVCVWEWWLLIIRPVAMGRPVCVGFVILVSFRWHLLIVWVERDC*KLRLSA*HGVILTAAVTWATQNWTGMPKGFCDIN
IVIVAWL*CRRRLLIGIWPIHG*PRNIGCRPIHD*ASFNFDAT*LNKGCLVWLDNTERTQLGTVPVGCAVSLFNSWPYPR
RPVALVEANMRRALFRAYESARAFLLGCIAAWIYFGKEKITTDPSVLVEAPVGGPQSPTNKSKRRKKGNGSPESSRLNPA
GPVSTRLSQDALLVVGSKNTVHEQEGLSISGETKQNRRPRSASISSGSGSDSPRRNKKKKAKSAHGQVTGGSHDEKLQVK
TAQHVLPSSPLRTPAQNHAAELHSGPRGIANYGNTCYIDTVLISMFAGTNLFDSTLVPAARDLTGATEVQTAVSDIIKVL
RSNQLVPSQMVEDLRKLLNFSERQHDASEFLLRLLEHLNYTAVPHRETLVHNGVPERGDQKMVIEPVHAISMAGARGTDG
KGLLFEELLENHLTRDKVDGLRRSVRTPTGEIMPATVSAQKQLAFVPSAPEKKSCPRSAGTIPHSQPLMFSLKRYDDYLQ
RVSASVKIPEELNVSGYVEGVGDGGVAQLALQSVICHHGTSMDSGHYTAYTHVDGAWWKFDSYKNPISSPCQDVAAMHLE
WEANAYTLFYELKFVCPPGA*MCYLSGKDTSLYE*LDTKHATYKTRF*RVSGVENTK**VVEDLTRHQTDTHVRLGTHRV
GARLCALWL*NMGIGLCWCLVFGFLLLTGSFCLPLPQSH*PRTLCVS*STVAFFLLFFLY*SSL*PALVTIIG**PIFR*
HKQTNVTVKE*MLAMRLKTPLSTINAFCRMKH                                                
>Apar_comp20414_c0_seq1_fr5                                                     
DDVINSTILTADGVGRPHLQQITARLQFLEVLLTQTPLRLHQDQMDQLWQLCVNEALTAQETWAVFSWCEHLLVGRGADQ
QSPSFMAFEDLVTEHLFVNKMREVQFDEINPASYRLFERFFYHVNAKKNKLAIQLQGAAPGVGAFYEDPTFSKNTSQYTV
VSFTFNDLLGLDSLWEIIVEAKSEEVGTMAIRTILRQLQSLTNMKRRAVKSVREEFVIKCMEIIEQACAPHTEDVPDTSV
EARTLRINRILMLLEAFVESIGEPRVNKTSAGQFGALPTELDQNTKSRSKSMDFVFRSRNSVRKWRRRALSSDRPIGIHI
EADGHKPIDITLRPYDTVKTLRDQCQNHLGLTSAGPSPTTQPTTTEDRKDMQFTLVSQGMELSDPAQSLAALNFTDGQRV
YVIIKKETMQSVSSFQNSRSSASIVSLASQSTITTGSSVSINVQAAAPVPMENPDTMDDGDSDFPSNMLSNPKYFAMLYR
LLSWSSATTAYRTLRLLRLLPLNADMLVSMCSINPAIPNWESMFPSVSEFQLMYSLQLVNHLFEISPPDTVELKTAAEKQ
TLVKPTKSGLTRHKSDTNVPALRRESLDVAMESLKNINEVKKGWIKRQQSTGGSEIYRAQSLSHIQQRAGDFGRIFVQKG
GVEYLVFLFEDMAIRLSSLAEGSLGTPVNREAHLRGEVLISCVRLLIDLLCHTCLETRRTHDQQMDMSASARALHTVIPL
VFNILKLPPSFLEADATTVNPPFLRQGMLDNLTSRSADAVPSLVTSVITATSIIINRGTWLEENEDETETGIATNLNMRN
TVRLLFCVLEQCPTAITDEVLYNWIHLLLLENQRVLFREQAVSVFESFYRKRMSGSPYTVRPAFVNIGTRMEDCILRLLG
LTPQYAKTCAQYFVTVVQLVSVADVDNDRGARDRYWNAALDVVKLIKSHSKQPMASAPLIQLLNLLTTLLEKLPDLRTVV
GQPNRGGMVGCLVNEFLLLTDESLEQGIKTQSEDVRAAAFRCLAELVQDNTANLSELVHMLNAQFLHIKPPEGWDNTPHD
LRKVGGSYVGLKNMGATCYVNSLTQQLFMIPELRMQLLSIDLASPSVTTDKLKTITEMFVNLQSVLSHLKDSERRYHDPV
DFLSAFRDHDNQPIDVSQQMDVSEFFNVLMDRLETQLKAVNQGKMLDRVFGGTFASQVLSDECTHVSETKEPFFFVSLEV
KNNDNIMSSLDQLIQADLLDGDNKYYCEHCQRYIRARRRVVLGDLPNTLVIHLKRFDFDFATLQQSKLNSRCEFPVDLNM
MPYTKAYLKTREAASSSRTPMISSPAISRSPMALSPGTGRKDYGGAKDAAAYAARLESSAEMIDPSSTLLVPEYYEYSLK
GIIVHQGTSDSGHYYSLIKERQAPDGSGECMWFRFNDTEVTPFDPKLIPDECFGGSNPPPQP                  
>Apar_comp20609_c0_seq1_fr5                                                     
PIF*FQKVSRKSDEAGARGK*EACRSSS*VFFSERWCGTKTQSATPRGGRGGPRIHVWKHPLSLQAHTGNMRVQSLADDM
GLNDFAPGPSPNGEPPAYDQVVSEATGDSPILPSLFADENTTGEGASSSPWSMWKADVESSDAEAGLCGLKNLGNTCYMN
AGLQCISHIPELVTFFCTGQYMDEINRDNPLGAKGRVAEEYAALLRKMWSGRYSSVSPDEFKSAISDFATRFIGYSQHDS
QEFLAFLLDALHEDLNRVRNKPYMEDVECNPGDDQLAVGDEAWRRYLARNQSVIVDLFQGQLRSTVKCSTCSHVSVKFDP
FMYLSLPIPVPSHRTISFLYFPADPTLPPSCRTAKIPASASTCEAI                                  
>Apar_comp21817_c0_seq1_fr5                                                     
VIGGNITVVLGSGHHTPKTEKRLMNVYTVERT*EFT*STSS*KLIFQLRICS*L*RFICRGATRGRM*KRPGCFQAGLKM
TSVGTNSYSLTVPGRRGVIESHVGSCSPKSKGFTNRPGENHCFLNGVVQVLFHLDSFREGINGVERHICLQKHGAKVSVC
VVCAIKAIFSEYEFGSESHLPAMVLRNALSELYADRSRFQLSAMDDAAEAFEAVAYNIHRTLVPGAGRESRMAVCTPPCL
VHSVFGTTIEERYHCPCGSTNECLRFDKIIQYVPAAGLRKAAASLKGYNSTDLLTLSYSNMTELVPFDDLLGQLVKPEPK
SCDGCKETVLPTINRTGQPPQAAVFGLVWESASVPHDEVMRLLEHIQPVIDLDKIFPSPSGQPWPMMCDGVICYYGQHYV
AFSYNSIKRSWIMFDDINVREVGPSWQDLMTSCRRNKYQPAVLFYQKCSGDAAREALYSYQSDVGEYFMKKALSGSHLPL
HQPPQEGLADPGSQMSHINEVREISPELLAEESLVRQQLAQADADMAIAMQLQQELTLGSQSQVGQASAGPEPPTPGGAE
SLAIQSGVVMVKKHGLMTSSWKPKFCLLEGRNLRVYKLDKNNNPVARNDLADGPPIRVNTILVVDESNLRKSKKSEQPYR
LSIREPRTNKVLFIIAPPTEEEKNMWVDCLNVIGAKVGYAIDEGQESRDSPNLSKKS*TSPEVKDPVGRNTKSSQLEHQ*
ELKNSVVAS*YFFY                                                                  
>Apar_comp22758_c0_seq1_fr5                                                     
PSTTTTHTHILSPNYQLLLS*ELNLRDPSSMAIALEKGQVRVLPPNWPAEIRLV*GPLKLSKMQPLYMAQDLKSLSDQYA
VNRPEDYAKSDPTLFKFSEAMLEQANAAARNQDQERAYVLFIRYIDLVLHLKKNVKDTAVKTKLSGADKHIKNAFKNAEF
LKLSLDLRYGELARAKENEQQQQKQEKKDHPYAYLNLEDSDDQTVPSPCKANGSPAVTRPSVATSVDGGFCSTKAPPLPQ
KIQANQFIEPKELYNLLYAHAKVLLIDIRSRPFFDQSHVVGDAVINVPEDVVRSKQLSVDGLEGAMNQSEKAIFQKRATY
DYVVFIDRAGSQSMWRAMDNPLAVIMLVMTSRDNTGKGFTVTPQVLHGGYPRFAMMYPGICTNTGSFLGDSITAAPTPHI



DFPTLPNDRMADLLNYQPSADTPTTLPSEPGSRVSMYPSIPTFRAMVSDSGRDSDVGECVSIEKAAAVVVAPGAPPPVNR
ASKPSEDAPPVLSPQPAGLGLPPRPPKPKVEGEAPPLPARPPKEQKPDTTQATAPALPPKPPTLPARPEEQQYTQDLTLT
GNKGTGLTGLKNMGNTCYMNSIIQCLSNTMPFSVYFIDGRYQKDINRKNPLGMQGQLATEFGKLLQALWSGRHSYIAPNP
LKNVISKFAPRFAGSEQHDSQELLSFLMDGLHEDLNRSNDRRYIEDNYEGLPDAQAAKQAWANYRRRNDSVIVDLFQGMF
RNRLKCLTCGYVSTTFNPFMYLSLPIPPKPNPTLKDCIDLFVAEEKVSGDDQWYCSKCKTHRDALKKIDIWTVPDILFVH
FKRFAADATGTVRKKLDVNIDFPIRDLDLSSYIMGVTATRKFQLEGVSNHWGQMGSGHYTSYCKNVFDNLWYHFDDSVVS
PVSQDRIRSAGAYVLHYSTVNTKANTR*SSATINRIGRYEVGERCIGVGSA**WVR*YV*CVTSYGKAI*VQGLPIYFGM
PLSDFEELDAFVRVAWN*RCEWWKGRKLNLECVWTAEGMNDLKNILVQPVL*GCACLWHVSLCKCDRHTPFSLALYDWTL
CCLVASKTRDLIVSQ*HHRFVQQRLHTACPVESCTTLLK*IRKSCSNSRLEVTINLRG                      
>Apar_comp1591_c0_seq1_fr6                                                      
EFPLATSVAAARGLYPGGLRNTGTTCFANAVIQALSSCDNIVRDLHTLHTHRTNVTPTLASELYKLIRCLNTLQVSTHTY
>Apar_comp5032_c0_seq1_fr6                                                      
LDLPDGDDEDAFAPEYVYDALRAMKKIESVKGRQEDAEEFLGFILDGLHEELLSLQKAHGPVKVNGHASEGDSSWVEVGR
NNKTLVTRSTEIVESPISRIFGGRMRSVLKCPGRKDSITLQPFQALQLDITPANVRTIEDALINLTAAETLEGFTSPTKG
NRGDAVKQNYLDSLPPILILHLKRFVYDNVSGTQKV                                            
>Apar_comp6057_c0_seq1_fr6                                                      
FACESTTETRECFLDLSIDVEANSSIASCLWSYSQSEMLCHKDKFYCDTCAGLQEAERMMKIKKLPPVLALHLKRFKYME
NQQKYVKLMHRVMFPTELRLFNPSNDTIDSTDQMYDLFAIVVHIGSSP                                
>Apar_comp17299_c0_seq1_fr6                                                     
LRSFAAPWPLSKEGYACSSYKAILSFIRARIRVCL*YHKLLFASDQMLVE*SVV*ASSSLGRPAGLPGALLESRFPPSLS
NSSL*LYQYM*QPQCR*PLSVDIAANIVPYSVLVALSDKQLQLQPILQ*RRLNRSTCYQRESCGAIGVDLRPMLEPAAER
MSVEGDHDRDDQDGQMDTSTNHSQPPWHGTPPLNVQAEKIRAIRSTTQQKIGDEWYVVSMDWWSRWCQYVGYRDYSTAPV
VGVPGETSHPGQIDNTKVLDPRYPSEVSRDAVKFRLFELLPKEAFDLLYQWYGSMQLPITGIVVEKRGQKEVELLFIGLR
LGLKGQAPDTCPSMRFKPSRTKFGDLKELLCKTYNKPCDDTTRLWHLHKRGQPYKVLDDLDRTLQDYSDYIEDDEIIVLE
EKQEGEWPESEGWPPGPYNRQLTPHSSPLSSGFSSPTAPARHRPGVCGLQNLGNTCFMNSALQCLSNTPPLTDYILANSY
MAEINEKNPLGMRGEIALNYCHLVKDLWSGQHTSIAPRSFKLKLGQYQPRFSGYQQQDSQELLAFLLDGLHEDLNRVKQK
PYIEMPDSDDQPEERKLAELSWEYHRKRNDSVIVDLFQGQFKSTLVCPTCGKRSITFDPFMYLSLPLPGKQRTVQVIVAP
RTGPWVRYKVQVGDHASISALKVALSEKSGIPADKFVVYDVFQHKIYRELSNNDKLETIKDSDTTIAYEVATTNFLDDDW
AVIRVDHRTESHHYSSSMREAAVPLLISVPRHKTTLQSLQQAVLNAVRQLCGPVRPQPVSVSVADADDPTAMSEDDRTDR
GRQSVSPMGIDTPGSTFTTTSDGPGADAMSGLRLVFTKKIQYNHRPFTCPTDDRGNLIFPKEDYVVFAEWVRRDPSMAEF
LDGNDKMPWIQDEMPDPVQQEGKESPVTLNDCLDLFTKQEQLGADDLWYCPKCKSHQQAYKKFDLWRLPRTLVVHLKRFS
DSRWYRRKLDTFVDFPIEGLDLSKYMVSDAPHAGAMYDLHAVSNHMGGLGGGHYTAYAKNKVDGQWYNFDDASASLTSLP
RIKSSSAYVLFYSRRDS*CRQGARAGIWLQKCASRTI*TICLCVCVL                                 
>Apar_comp18451_c0_seq1_fr6                                                     
KKKKKKKKEKESIEDISAAAQNEIKEGKDTEMTGNSIEDEERNMGGNELDGGGRPPWVSDEGPLKHSVISDLFEGVMRSQ
VVCLSCGRDSLTYDRFFSLSVPVCAPNEMEDAPVSLWGALKNWFGSWGMGGPLGVGSCLESFCGEERLSRDNHYKCGHCH
QTTQCTKAIRIHSLPEVLVIHLKRFRYDTYFGSKVSTPVAFPLDSLDMAPYTLDPQDSEGTRYHLTALVNHRGGLGGGHY
VGYARSFVHGRWYEYDDSSVREVSPSEVQGTEAYVLVYQRDQGRARAVRQRLWVMMEADRAKQYFVSRQWMWRLLTLSHP
GPVNNSDICCPHGGVRPHIGKHIASMVVGVSAAVWQHLVATYGSGPELRVLSSCVPCERRYIKLLERRDEEIATVKRLNA
TTAASEKDCWYLLPVRWHKQWTQFVESIEEDHFPPGPIDTTVLLQKDGEPRTNLRNNVHYRLFHPSAWAFLAQRYGVKGP
VLEI*YPTPSFPPRAPVPPPTR                                                          
>Apar_comp18451_c1_seq1_fr6                                                     
HFRCVVYRSGFAISL*STQLCNFCEHETHRFQKLFPPTKDFFLRFCFFFFLPV*QPHRSFYGQHH*HGTS*LVKGLKMVG
GGSNASPSLLVVATCPHIGARVEEIQAKVDDMKKISKILKCNRCTVIDTDLWVCAKPGCHFLGCGSSKANHFEGHVQRVG
GQGHSVMWNVGTGSFYCHTCAMQVSDQQHDWPTTQVAKNETGGLLTIEEETAKRGRTGLANLGNTCYMNAALQAMLNCEP
LVSYLMDCYDFVRTSHSVVHPLAEAFHDLTTQYWDPTVSRALAPRWLWSEVQRANPTFRGYAQQDAQEFLTFLLDKLHEE
TSTITPIPHGDAPSRPRRHFPTSTPNPSVPNTPRNLSSVDLSQLKVHSTNEGEENEENNIEEVECAGKENGNVAGAGGKK
KKKKK                                                                           
>Apar_comp19510_c0_seq1_fr6                                                     
LRNLLHHHFEPTALDQWACDRCGMKNAQQSRVFVKIPRGIILQVKRYDNNTRRVNMPIPAPLFLDLGAYCATDVEGPYPW
HRPAPPATNGSDNKRRLSASSPEPADRKRRLTEDAVKKEEQDPVFDVEAKMDAGGALPPLDQEDEDMRRAMQESLASATE
MSQGLPTQNSEDDLQKALKASMAVQVTEDEELQRALEASMQETQHEPSYVENQYDDEDGGDNMPQPMMISGPSLDGQLGA
LGTHTGPRHTYYLCAVVLHIGESLAGGHYTTLRRDPLTGKWYEYDDKRVSEVSNNYATDRISRNGYMFLYSHSTCTSQTI
IDL*FTSVLPCV*CVLLCFGSPLFFCVVLLCFWGWECMKVFVE**ISNV*VVWIYLDRQTSVF*IM*GIYEASHRLIIM*
CGCGHMFLPFLL*ILP*TFFPSLLVGEWHVFIPS*YWHESYLFLCTVI*H*HLLRFYVH*HKAPLRWAFHSDVHHIAGAI
AIYGVARARTSNRMIYLGAGLDTCYDVN*NMVQVIGCVGLTPYPCDAVWVMAYHVSKSWHIY                  
>Apar_comp20609_c1_seq1_fr6                                                     
AAASTCEAIRKAVEEEVGMDPTVEGTEIVLCKQDRGGHSFTELEDSDSISQGTRGMLHAYQIHLPRPPTPPTPEGDDDME
EVPQHPVSPRTAVANHTKMGSTWHHPYTSTENNVEPPSYHDNWTYVGSKTDDEDVDFGPKKPKNRRVISVISNSDATEET
KKQSGGEREHAKGWWGLTNQASQSSWGNNNTTTNGLGTDMGGDGWGGGATEQKETGGEYVSYDWRDLQRKYGGWEVNTEN
KENTKNTENAENTENTENTAEQDARTQEMVDYLEEGEGEGQGEGNTYEQAQSTHTERGDRDTDGSGGEGLGWQMEKKMKV
DVQDDPGLNRSASATSMPDLQESSQNENWGGGSTDAIYTGHGWSPDGSTDGGIWGNVSSPPWRDVGVPSPVPDGDIFRVC



PICHEAQLLDDVFTHTGACGTSFCYSCLDRYLDSDVKECPGINCSMFLYRSNIDHRKLRQGAPGTPVKNHSSPYTAPLYG
PFIPSRFNGPARSRQLVPVMQQLAGERGYLGHPMMMAFDPADPPTNSAMYDQVVQLVTSGLDLDLVDSTHVDVLVSVEFD
RKNHYAYQEWNLAPNTFYTHDPLPRDNNSCILNKNGYIIVLWPDGAREMLRPKMQQVADLDLVDVEAGKPIDLSSCFQTF
THWENLGTDNLYMCSSCHQPREATKQVQLWRLPDVLVCHLKRFHYENDTRSKIEAKVDFPIEELDLSSFLADEALTAVDE
GQQADRLANPVPGQETRYRLFAVDNHSGSINFGHYTSHVLDPYRRQWYRFNDSTVSASLPSDLDGEEAYLLFYMRQSLMD
KIHYPPPLP                                                                       
>Apar_comp20930_c1_seq1_fr6                                                     
VVVVLRSTTTVVADDKRCACECVYAGVLLAFRHMCTWLT*SFVVAIGSVKQFLVNLATGASSIQFSLVVP*GTRERDHHN
SVPSP*PSRHTP*LACTNPLNTIKLHKNSRSSYNLIILSKSGVSEMPPDATGIEAVGLLPHTETLAFKNGGTPGGKNKKM
GNEPKVDVDKQLRVDRDVLNRRILFKKATRPDTQEEEIRKKLMPLNKMGRLEEGKSTGNMVGDVKEKEEKQDDNGFRRPS
TVLYKKELVMQNMQWKGVSKVGAGLVNYGNTCFLNSVLQCLLHTPPLANYLLTTNHKDTCRMAKKKAICAICELQDLCRS
VFAGKRVVRPVGIATHLKTWGKHFRKGRQEDAHEFLRYFMDAMQKSCLEGMDKKMDIRIQETTLIHQMFGGYLCSSVTCT
ECGYASKTYEAALDMSLEIARGAQTVEEALKKFTAKEKLDGNNKYKCEKCQRKVLAVKQLQVLEAPLVLSLHLKRFDYLA
FGGGKITKKIGFSEDLDLSPYMAKGGARYRLAGMIQHHGHSTHSGHYIAYVRAPAGQWYMMDDNEVHLVGAKSLLNAQAY
MLFYMRTGTGSKPTSELPQKESPKPRENGTVNRVPPTVKTAAAGPTIIAAPKKPLKDVKNGIVGVSQKNGIEVKRKSSME
ETEKSEKIREKKSEKPKVEDSAHKKWIVEKEDSDDDAGKPNRESGKSEVSSVKKIEKARQVGGFSSGRGR*RRGHGRGFL
GGCKDKGGNEGG*DWREEK                                                             
>Apar_comp22421_c0_seq1_fr6                                                     
IGKTAASYLSSQMAEPGMSGLNNLGNTCFMNCILQCLAHTPELWGYFGTCTYEGEINTDNPLGTKGALARAFAKLLDTMW
NTRPVAVDPSNFKDTIEAFAPQFAGYHQHDAQEFLAYLLDGLHEDLNRIKKKPYVETKDHGGRPDWLVAQEAWGGHKARN
DSFIVDLFHGQYRSTVTCGACHKDSITFDPFMYLSLPLPHVNDYAVEVVLVNIKKNMVPMRYKVMVPSLGFNQSIKVNLS
RMTGGSVKARDLILCTVVNSGFVNFLKDTDKIQESVKRYENVVVFVVSQGTSNQPCYVLPIIHRVPTLLENKHDTAICIA
CKKPANASTKLSRCTRCMRVYYCSRTCQEGDWKEHKRHCFVKYNVTHFPFLLSLSKPQIRTHDLCAKIMDALTPFMDPSK
KNSKNKPSVKDLIRAFVWTDKDGDLLTAEKNGGEIGDMKEDAMIDLRNCATELCDGDEGHIRTKNFVGMEWKPTKFEEVV
KLSNVENHSSMRGEGQTEQAEEVTLDRCMRLYTENEELEDDDAWFCPHCKKHQAATKALALWRLPKLLVVHLKRFAFSRY
RRHKLDAYVDFPETLDLTPFMQHAQTASQAMEAALRAWEEKHPQENEDTLTETTSANPENASKNTENSSHAHVHTHPNGD
IEDETDVKPQRWMQCKYVYELYGVANHEGSMAGGHYTAAVVNAPTKMGFDAEDKANGWCDYNDRWVRTASLSAAKTRKAY
VLFYRLKEDPVA*PYMPMHTHKYAPVRVWTCIHNRVSTWRAPGRISDFIYCKHTFAVCPASNGCLNENQ*SRTSMMYLAR
IWLNFLEKSIVHTFPSYCYSRFALYFRIVCIFMHSCLFGFCSVHIVISFCYARSCIGPATEIE*VYVS*LSQVLNSLSAR
THVCMITACLKTPCLCVCGGGWVDVCVRVCLRGRRG                                            
>Apar_comp23096_c0_seq1_fr6                                                     
PDGGAGAPGAGRGVATPPPQSPQAGNAWRSGSPSIMSSPAPLKASPASAKAPQPAPAASPAPTPAQAPAPGQAKSSWTSL
FPTNNAAASRSVGGQCQDRRTGGAHNKHESMAELLRDYKPEEHFVPAAYEPRGLVNTGNMCYIHSILQTMVGCRPMAGLL
KELRQMQALPRLGAENENRATPVLDCMMQFFGELKGADTKETEVIHGKAFKPEAVYKMVESEWRNGTILGRQEDAQEFLT
FLLDQLHEECLKLIKPLQKPNGEVKHHDEEDSAEWEEVGPRQRTTYARHNQMDSSPISAIFSTRMRSMLKIQNQPKSSTT
YQPYNSLPLDIQSPEVRDVTHALAHLFDKETVDGYKCTKTKQELQASKQSALEDLPPILILHLKRFVYDMQRSTTLKVHK
AVTYPMNLVISKDLLSSTAQVRIPPEGRTYRLFAVVYHHGKDTNGGHYTCDVQMPGRDMWLRYDDTDVTEVQANDVTKPV
MGRDAYLLFYQRADLCKGQ*WVYVMCILSAGFSYSGW*LMHLGGGFYMFDGLVGAMGEWHGLVSIARQAGVLLFSMLCFR
WEIITDMFRPD*YVSRLSTFKHDVGAKYCSFALFCFEHIQTCIHLSTHDSERFRARCAHTHTH*DTRLYDVSARCFLQAV
PSQISDTALFIAIHMVSVSVCDFRYVRQVFELLCIYELC*CCFDGLSG*K*HA*WLGLCLSMALVCFQGRH*MAEAQANK
RCAILVKKKKRKK                                                                   
>Apar_comp23096_c0_seq2_fr6                                                     
CVYVGMWECVAGGGCFSGGFESPPQQTPPPPRHNQMDSSPISAIFSTRMRSMLKIQNQPKSSTTYQPYNSLPLDIQSPEV
RDVTHALAHLFDKETVDGYKCTKTKQELQASKQSALEDLPPILILHLKRFVYDMQRSTTLKVHKAVTYPMNLVISKDLLS
STAQVRIPPEGRTYRLFAVVYHHGKDTNGGHYTCDVQMPGRDMWLRYDDTDVTEVQANDVTKPVMGRDAYLLFYQRADLC
KGQ*WVYVMCILSAGFSYSGW*LMHLGGGFYMFDGLVGAMGEWHGLVSIARQAGVLLFSMLCFRWEIITDMFRPD*YVSR
LSTFKHDVGAKYCSFALFCFEHIQTCIHLSTHDSERFRARCAHTHTH*DTRLYDVSARCFLQAVPSQISDTALFIAIHMV
SVSVCDFRYVRQVFELLCIYELC*CCFDGLSG*K*HA*WLGLCLSMALVCFQGRH*MAEAQANKRCAILVKKKKRKK   
>Apar_comp23197_c8_seq1_fr6                                                     
INSRRGGGLGRIEAESKVKSGKQESYLA*RT*WF*SLRQCCLCGQAGK*AQAGSFRRRSEWPSAWTFIFFAQEVL*SVAY
TAPSWFDTGLE*GLRYTNESL*KTALCGKCWPGKGTDTSTGD*ADGSSPHTEHVGRRAQAGKLGGAVGKESPAGLRDGVK
KGQRPSKGPRRGSSKGPGGFGFSLRRASLPVLSARDSTQSNGPANGDPPAEANGKNFPPVRRHTEPARPKGLGFFRQNSN
PQPQPGQLGQIGEEGDERPDSAPARGRSKSGRTKGLFGSRGRQEDGLQRREVSEEEEEEDEEHMDLLDEGLGARREGREP
QHDLEESEIVGTGSLVFTIRHLDQAQAPKLYSDPVVVDGHRWRILCFPRGNSSHAHLSVFVDFMDANTMPPDWAKYAFFV
IGVWSSNGGPNVYKAAYHRFHKAEPDWGFSQFMPIDELRSPDRGFLGPECTLTLEAKITVARGHGPQWAVGSGYDSKKET
GFVGLRNQGATCYMNSILQALYFTHKLRRAVYAMATEGDDPSSSVPLALQRVFFQLQTSDDAVSTNELTRSFGWTTLDAF
MQHDVQEFNRVLCDNLENKMKGTSVDGVISWLFEGRMKSYVKCLHVNYESSRTESFYDIQLNVKGLRDLYASFDDYISVE
TLDGDNKYAAEGHGLQAARKGVVFLSLPPVLHLQLKRFEYDTEADAMVKVNDRHVFYEHISLDRYLEQPEATPADYTLMA
VLVHAGDLHGGHYVAYLRPGMQRPWYKFDDDRVTRSSPKEALQANFGSEEPGKFNAPRVGGLSPQRTVMGRMDRRFTNAY
MLVYIRDSMAADVLAEVGPEDIPRHLVERFTREASELERKRKELEESHNHATVRVARQKDFAAWHEYDLCRWDGPDVLAL
RVRKDMAWSQLQGLIADSTGVGVQQQRLWSVVYRLNKTIRPEAVVTVPPGQDATLLQLAKISGAGAVWRLYLEESPDGLF
PPWDSDTLLLFIKYYEPSQQRLSCLGHMFAHRRDTVTSLHPALCARAGLPPDERIDVYEEIKVGMVDPCVGGRTLVECEL



LNGDILCFQRHVPDRDRDRGASTVPGYFRLLSDRVDVTFKSYHDHTHTLATEPQPDPPRVAPPADTPHEGEHEAEGEGGE
QGHEGEQSPDSDSHSAASRSPRGAGGSTAGGQVVLQARRPPGPAPAGSRGG                             
>Apar_comp24141_c0_seq1_fr6                                                     
VAPCHSSTATLQHLMQHNALPTWLRTVLLESERTDIRQSVGQGLVALGTMHDGPEASGLAGSLLQLLLSFLPTIPDHCST
SQEYFEALQQLVEGVSSSSPQDWSALMVQLAQRLRAHPVGEGHGLGQVDHVLVGLCNLLRCVLRHNPQLVERAALPLPEH
GDLINFVFWHCLFDIPTREHHGPHSPPLCKTDASRAAALRLLLVLGQASPRTYTVLAALVYAQHTQAVPEKVPTWVYCPK
AWQKASCGYVGLKNLGATCYMNSIMQQFFMAPRFRQAVLACPVDPARGDNALIMHQLQRTFAYLQESEKKSYDSRAFCNV
YKYEGEPVNVAMQMDVDEFFNMLFDRLEDVVKKTPHSDMLKQQFGGKLAQQIISKDDACRHVSQREEDFFALQCEVKNKK
SIQESLELYVKGETLEGDNKYQCGTCEKKVDAVKRACIKELPQTLILHLKRFEFDMEQMRRIKLNDYCEFSQELNMEPYT
LEGLERREAEANGEVYTGLVRDASYYHYTLYGVLVHTGTADSGHYYSFIKERKPLDSSMHEGQWLHFNDSQVDYFNTKDL
AAQAYGGPEVVTQWDSATQREVRRTINKPYSAYMLFYERTAGLNPPQANTDSAVSLTGQGTATVPEEIVSGIWQENMEFW
RDWHVFDDTYFDFMLQLIKNAPEGTTEEQTLQRLQTATGFYLHTFLRSKDKPNLQEWTASLRALYSECYPGCVWLLQYVV
SQAGYVRQLLMACNVAEAAEAFCTLLLHVVQIVRTQEAGLYAQSMDGDQKPAPVHETIPEDAPHVPPPPPPVTRSVVVAL
VDCLVDMLCEAQHHWRAFERYFMLLLGLAGLGIEEQLLLLHRRLPARLADLLLAETSPLLQEGEKRKKLGDKYAQPNWQP
VLDIMALLLLQCAPPARAAEQPENPHLSQEDMALISHNNFDALMRLAKISEPAGKTVGTILAHLCDGHIEYSDKAVQGVV
HMLDRMVADSMAPFFHASTVLLALNDEHADARLASYLHIYCLMVGSNAGYPTNMVLAISYLHTVVQAHPHAADWLMDNLN
AWLAQWLVMAERLNVVTAIERLVVCVVGGDEFALQHDQLVRKGERGPPLDLPVEATHRRQAIYRHLLAHMADAVRVARRD
ATDDGADNAHIYRVAGYLRLLRLTFHTDEDRLAWAQQYQVFAQLYLEVESNNMTTDDAKRELTALWLEMCTDQRECINTV
LSYQGLWDKIMSYFISLDNTDNAILYNRHTLAKYYHLLHLLATASPEFLERWALHQNFSWAVLNMAVFASYDYAEACDEL
LQLVELCCSMQQYRNRLMQQVSVVQKNQRPSLHFVKVMGWVLASEQDFLDASVQGRRIWDHLEWLAAKSKNAPELQYSTL
GLMLRWVAALKASIPVSTQDRNLAMALQRMQAVLGESTELLAACVGLLQPTTHPALHARAIDLLDSLAAFCPMSIGVRLL
DYFANAHTQHCQQGGDNQRGDYPEANMLALGHGPLTASEDTFYRPYYHMLHTMVERHAPRTRAALVLNKYMAVETVPLAF
TQVWDLWAPDWPGPDIRADGLPDPPASGTGEELWGQVQLRPEMVSLAQQDDVWVHTIITILMSRQTYLTRTKDMLPVICK
AMHTLQQHDDDDGEVAVHLRDKLQRAVSQTPPNPDIVTEFMCRVLVAAAADGLRTRLIAEGMEQLLGQAQACLPADDVFG
RKLVGWLLLFLANAPAGPVDPPQ*FEHIRDGLVRPAGQVTIGVGRLGLGWVLYFSYFNLFSLCGEGLGPGGGEGSCMYAG
QMWRMTFSLDSTFDNGMNLAVACVCDLLVLFLRLLNCWSCQ*LD*TC*NLHNYQLL                        
>Apar_comp24172_c0_seq1_fr6                                                     
*PSRVSKGSQMTLWSSMELRVVLLSSLVVLRFPRNDTKWFPFV*A*TPASVAWGQHSFP*IDSRRFSTYEKRYGYKDPVK
APALVSPNVKMPVNQEMLTQLMSMGFGQNRCIRALKETGNRNVDSAAEWLFMHMDEVGIDDPVVEEEEDVVMESAAPPDE
PQDPAKAAELSQLLQPYLGQIKVPTPGDRIYRDECLFTFDTPETEGGLYVCLQTFRGMGRRVLNEYHATTGQTIFLNIRR
KKIPLEPEPEQENAPKVIVVGPAKPKYRVEEELTLHVMPQDTALCTGSDPNLPVHIRQAVQKVMAGDSAARLDEVAQWTE
KRQVSKFASDLKQLDNGVKVPPSGHKCARCDLTNNLWLNLTDGTILCGRKNYDGSGGNNHAVEYYAETKYPLAVKLGTIT
PDGADVYSYAEDDMVEDPNLAQHLAHFGIDVMSMEKTEKTMAELELEQNMKHEWALIQETGHSLTPLYGPGYTGMHNLGN
SCYMASVLQTCMALPPFQQAYMDARPEILAGAWGKRDASDDFHVQMSKLADGLLSGCYSTPPQGTDATHDDIGIRPLMFK
TLIGRGHPEFSTMRQQDALEFFQYLMETIRRKERAITRGDVDPSDAFRFEFEERLVCGSTGQVRYSPREDNILSLGIPLD
QATNIAEVTEYQSKVAALKAEGKPVMEEELPIVRPRVPLDACLQVFGAPERLSDWVSPATGSKTTAEKTVRFKSYPQYLL
VHVRRFYLSDDWTPHKLDVAVSVPEDLDLSALKGSGMQPGEVALPDNAPAPPPAVDPEETATVEMLMTAGFGENACKKAY
QATKGQGADAAMDWLLQRLDDPTINDPIPSANQSQAGPAASEEDVAMLTSMGFSVQKAQKALAATSNNVERAVDWLVSHA
DEPDEVEGGKAADANPSASGCRLANHNGRYTLIGFISHMGTSTACGHYVCHVKKEGRYVLFNDEKVAVSEEPPRDFGYLY
VYRRVD*DMLNVGIDARKDIQCVYDISSMRQCVELHTSNVYMDKTSALLSTPVTTYPQFTHGQRKAHTESIFTCLS*HQP
CTCTHAATTDDQPEIGVVTWAMHNLPDASIWGQRVLCT*AWTMFTKTSIG*TLPLYSIRE*LFTPVCICAPTFSSVPTTH
RCALECRQLLTCARSITVVHSSRTRIHKLKALTQHAQAPTRACNT*TLPSPLLPP                         
>Apar_comp52803_c0_seq1_fr6                                                     
LKDVTTHAECTLGDTATMATKRTAEDLDGLDAKRPRQDADADAKELTEPAGEQGDDQAGAVGKATWLGDTGGTVDRSRSC
PYLDTINRALLDFDFEKLCSVSLSNQNVYACLVCGKYFQGRGRGTHAHTHSVMATHHVFINLGTHKFYCLPDNYEIIDAS
LADIQGLLDPKFSKDDIAGLDTSSRQHRTLDGTLYYPGVIGMNNIKANDYVNVVMQALARVKDFRDFFLDQNNYSRCSDP
LVARTGELMRKLWSRQHYKAHISPHELLQVVRDSSGRRFNITMQSFAVDFVAWYLNALHSALQVKARGLRTSIVSACFQG
RMRITERRMRASELLMDEVEQARAQRAEDAQEAFTTTTKESAFMFLTLDVPPPPLFKDAEGANVIPQVPLFSLLNKFDGT
TEQRRGNMATTYKLTALPKYLVLYIKRFTKNNFFLERNPTIVNFPVKNLELKDYVEGGEGTSTKYDLLANVVRDGPPEAG
KGTYRVHILHKATGQWYEMEDLNITPVLPQVITISEAYLQIYERQG*AHC*LAQGHAHCWTVAHAPGTPRGESRGSNAGR
WHGDQSNACTVPVCPANQVMHCVLCVVAARPRP*QSFSRHSASKSWYVYDGVSVSMYICAISKRRKKG            
>Contig2096_Corallo_2_fr1                                                       
GLGTRLSGVQFIG*TKGLSSS*CSRSVPRKKIVEIEPSVQCKM*TTRVRTIVVDTMMIVTADATHPAALPGICPHMTAAG
PYQTLPHELRSRIRTLTHVLVGQHDGSKGAVLSCGEPGCSRSGHRILVCAECNYKACTGHNQNTDDSHHMQMHLESAGHG
FAVSLCHDVVYCCICKDSFYDEFLSRYAHTETVRAGRQRSKRSRSCPRAEDFLLPDDEIPAAKVVKTVVDVEENLISKGE
SSHGSTSGLDLSAELGVTPVDKKSSKKLDESFTDSNRSGGNDSSHAVDVLLPRWHRLDSAARLGLRGLVNLGNTCFMSSI
LQVLIHTPMMRNYFLSDSHPQVKCMWVEKHGTTHCLCCEMDHLVRSFYSGETNPFSPHSFLSATWHCVNHLAGYAQQDAH
ELLIAVLDTMHRHSGGTNQDCKCIIHRIFTGILQSDVTCLACGHVRVTMDPFWDISLNVKDPLTVESGSKKGHLGLTLKR
SGSNRKGKKGSLTKSHSTTNLGTALTPNSADSNGVIKSEESNPEDNASAGVIPPANGNDAPPVISVTAALPAAPRGKADA
LDLRVCLERFTSNESLGDDIYCQKCLQQQPAAKQLSLYSLPVMLCLHLKRFEHSTISRKLDRPVSFPMELDMSAFVSFSK
TDVDKTTDISAMDDKSMHDYAVDQVMNGMVKKEDQNGDRRDDPARQNGVEAGEGDEQRGTTSAAMNAKGDDAEYKYELMG
VVNHHGVIDRGHYTNYIRRDQDWYRCDDAYIYRATADEVLRSEGYLLFYMKSNLIY*TLRAVQHCTGLKYGTMILLLIQM



MLLKYAEMEEHSCFVGDPLYAPGFKVLLIRGIHLELICETISTSSFVLVLFRTGLL*VAQDSDNVVVGARDADPKNDHRQ
*SEEQHQIEAAVQDQESKRRIGR*VVGTGTGASNEGHHLEDEVRNT*QEKNDVDDAQCHATPFDHLVNIDRQEDDDACSG
NTQVPLRICLVKGNERIEKQEGHDERENNLVEPYKRNMDIVCVAQFATGTDYLEF*Q*ELDAQFRHHHHHAQGKRNNRAK
IDNGQGICNISGARGILVLVDLQYSKQYEC*FKVHRSEKCERVLGVESVPVVVHCVAH*TDIGVQKQF*VICGVIKLNFL
IDNTLKDRNHNKLTHRQSVKYPSLFAQSHVPKPILDCATQDVCCRLGQVRGGIIRTSACVLTCSTFP*EHWFVTFAVHTV
RSSVQCNDRCSCCARTCGGCRHFSLRFLLHNSYSRVRFE*SRPSPGIYRVHKIFVRFASTFP*RVGAHIVYFHHNCARVL
IC*CVLPVMANIHTVRFCWPHTHRKCGVRHILDGTRCVYFTRFGRVHFYVLQFVVVPIQGTWFRKRQPSFF*EACHFLCC
RSHRRVEIDCLNVILETFRCCHI*FAVP*F*QVTGCRIPSGRIRRPPTLFRRHTHGQRVVVYTVRVSF*TRITILPWFTF
CVCANHSMLRD*FY                                                                  
>Contig2646_Corallo_2_fr1                                                       
GISESQSILIYRRSYCSSIDQRGQFVYI*SRGRILR*ALLRVYIAMEDTMDMDEAKSPTITYTKTEAPESEYDSEVKERG
QIKWKIPKEYFEATGPRKQYSDRVVIDEEGWRFLLFPRGNDAQANTAQAYVSLYLDFADADTLAPGWQKTVNFKLTIIST
KGPTYNASKDANHRFFIDERDWGFTQFMPWEELTDTSRGYFHTDEETGQQYVLLEADLLIYHDYSNYDSKKATGYVGLKN
QGATCYMNSLLQTFFLTHKLRRAVYSMPTVKDDADKSVPLALQRVFFQLQSGNQAVGTMDLTRSFGWDTMDTFLQRDVQE
FSRVLCSHLETKLKGTEVETLISDLFEGKMKSYIRCINVDFTSERSEAFFDIPLNVKGIKTLTDSFKDYVQEETLDGENK
YQAEGHGLQDAKKGVIFERYPPVLHIQLKRFDYDMEKDMTVKINDRFEFPAEVNLDDFLENPDASDPSDYVLHAVLVHSG
DLHGGHYVVYIKPELEGTWLKFDDDRVVKVSPKEALDDNFGQDPPSENGNDANKHLRFGVRTARRFTNAYMLVYVRKSKF
AELMKPVADEEIPDQLVERFKREDEEEARLEEERRNAHLFLKVQVATDDEIAMNHRDDLIPWRDESVTDRIINMKVRRDE
TLGNLRPQIAKELNLAVDEFRLWVFVNRMNKTVRPDNCLTEDENEKQVEMLSQKQNPWKLYVERLNNKEATKEQDSSAVS
ESFLIFFKFYDPVNEQLSYAGHSLCNQNSTVADLFPQMRTLANLPESTPLAVYEEVKPQMIEPCGPDRTLRECELQNGDI
LVFMKDKDGMDMDENGATATGSGANVRLPDPPAFFEDLGLRIKVTFKELNTDANTKESKDFELELSKAMDYKTVATAVSR
HLGLDSDQIQITGYSYVHDRPMHTFPRDSMLNLDQMLKAGNESYSTYGNGRAQTLYYNALHTNFGGDTLMIRLDYLNAKL
DNQRVNLVMSGKNTVENLLTKMKENLSDNSDELQLRLVLVQNYTIVKVFDLNEQLEPVQKEADDCRATMRVEEIPKEESQ
RMEGSIVVQCIHYDKNPSQRHGVPFYLSIGKDEMWNSVRKRIQGNLKLSEKVFNTYTLTKVDLKQDRRSVITQLPKDDFV
AQEEFQDGQAIGLDHINRGYRSSGYDKPITIKE*GSKFIEQLVSIP*ANEHEPHAAFFDGRFTSSSCN*TDSHHQNI   
>Contig4517_Corallo_2_fr1                                                       
IFHLQANSLEFDQYARSRIKSDIAKLEKMSFEWQEVDVVYAAIPSLGAYINPTHVVCDPYQELVWCAYPNGRVTSFLFPE
LGSVYTSLPAHHKERIRGLECTNLGVLSISATSAHLFARHGKTLLRITSNQLFDKQRERHGTNANCDEVKGPLPPAMNND
DDGRGLSASEFTSVCDNGGRPSFIVGLTYRTPLDHSSGAGKVMGGIFTIDAYRGSVLRYMDTEKGVYQIKRAAHHVVHTE
AAGGKLFVRDAVTLELRHVIETGCGILHDIDVRGNSLAVSGVTFRGQSAGSKAAAVAAAAAAATQHYSQYHQMVNSQHAD
PLIRMYDLRLGRALAPVQFAPGARFLRFWPRWPTGLASLSMLGALQYLDTKGTMTPESMIVHAPLASSQHQIAQAGGSPE
SVQAVTFAVASQGTCVVVVDNMGAMHLFSDLPKEQLSLHGGYGEQVLYVDEPRDFVRTMVLPDDDSVSLGCFPLPATVQV
PEWSIGNMDASYLINETPHDPDMGHLNNLRDSSPTKQFHGHISGTRYPGPRHHDGQRKFHLTGDMPYQMQRIIQVPIAQI
PEELYREAKPIHNVLYAPSKGRNRGQLATFVMPKSGTGSHHHHHHHRSAKHHGHHSVRDGDRAYRDGGAGGHKKRGGTKD
GDFDLEHADGANLWKTSRPPPSHRRVEVKFGRIGIDSFDFQSYNATPFASLESNSANAYCNSVLQVLYHLPFVGSSLRSH
LCSRQLCLSCEMSFLFHMLSLQTTNKNCQASNFIRTLRTIPQATALGLVSSEDTDKAHTRDNLGRLIQNLNRFLHRQIHT
ETHTETGGDWNRKDSAATLKKYPENRWLIDDLSEEGGKTEESEPYPNRAIGQDIVRRFQGTNTEIQDICGSCKQVKVRSM
ETFIIDMHYPPLTTQQHSLIKEGNPIPDAKDPHDVDPTVDGPTFGGLISNSVDKDVKTRAFCENCQKYSLIRQKKHWTRL
PHVMNVNLGLDKRSERDYWKAKGRNWVPHRLGMRLNEEGSLETIDLPTLAQDSDNTSATDDPDEAGNQARKDGYTIYHLC
SVISYIQDEQWGNTLVAHIRMDATHFERIGADMPVDIMKGHRKWYIFNDFCIRPSSGEEATLFNDAWKTPVIAMFVDERL
VAHDRCEIPNLITDDVLLMEEEDAMILDDGRLETSIKDKKNKRERKVERAYTPLVKEELPDEHSIMAIDAEFVALKHEER
IIRSDGTKSTVKPIHMGLARVSVVRGQGDTKYEPCIDDYIQTNEEVVDYLTDYSGIEPGDLDPKRSTKNLCSLKWTYLKL
RRLIDRGVKLVGHGLKQDFRTINILVPADQIIDTVDIFHLPHQRKIRLRFLAWFLLEEEIQSETHDSIEDALTALKVYER
YLQLKEEGTFNQTLQEIYEEGRRLNWTPPHWES*YYVFASLSI                                     
>Contig2565_Corallo_2_fr2                                                       
EEAVTS*TLPFVDAVCTVT*NRSRKHPKAIMTVVKVNIKWAKQKFEGIELNTESEPLEFKYQLYSLTGVPPERQKIMVKG
GILKDDGDWSKIGPKEGQTFMMMGTAGEVMTEVPTGTARPKFDEDLAENQADAMMRDTPAGMVNLGNTCYMNSTVQVLHN
VPELRDILKQTDARIPSSTPAGKAMTDGLADVFRQLDGKADVQPIMFWTILKQAVPQFAETQQGMPMQQDAQECWSAFLT
FMNQTVRAEKGASDSFIQRNFEGNMKQVLKCVESEGEEQTSVEKFSMLPCHISKEISFMQGGLKERMTEHITKRSEKLDR
DAEWEKTSEITRLPKFLTVNFVRFAWKSGANVRAKVLKNVKFPLSYDAHELCSPELKEQLKAGRDFIEKANGPKDDKDDA
MDLVLPENTDPGSNQSGMYDLIGVVTHQGRTADSGHYVAWCKQGPNKWAKFDDDKVSFVNDEEILKLSGGGDWHTAYILL
YAEKDLALIGKEDEKKK*YSGKQRFFLIFRSMGLPAPW*TQNSINMMLPSLFVC*LR*RSSGIRNICSLAVEAQGTTTPG
VDPLARRYRS*VPRPLPATPLVFCESFPPALLQ*EDHQLPPEDQTHPLALGRAHWP*SP*TWEQMSSSAEVHSQSRP*CC
QTWLPPLRSSAVQSAMPTLVRLRAHCHCP*VCRLAWRYPLALSRRN*FRAPWRRGCSRL*NRHYPKCQWPVVRTFVPSLS
RKWCQLVHPCDIGAKRGRCTLQGFWIRPMSCAAVGGSRNPVPLQNHQTSNYCHRQTTVLGR*YHC*GRLAVYDPRESTLQ
SQSPPRHCHRTRHPAAIYPCQRLCCSLPSERWSLLCLSS*SGIVGRPWQLNRRRQYLSPRQLRAK*RL*AARQLRS*VPS
PPV*DPRSKYARLRNN*LDTVKSSTSKDS*RAAHGRTVEDMRVSWIQGSIVQQVRPRYPMQVALLPHGLSSYM*NKHQE*
QTCILTGLVCLQRTPEERCCG*NPRGSQT*LRIRLLHSSRIHCSPLLTSNQAGLRKQDPSVS*RAERKAGTFLLKATNKA
CEDRQSKRLEIHSMKA                                                                
>Contig897_Corallo_2_fr3                                                        
ISTPDPIVAFLSLHGCDENSIG*ICADNGKSIT*IDIMADVSIDKVKGFKNPYGASNCFLNCVVQVLYRLDEFRWAFSAS
NVGVNCPCRRAQNGTTDLDLPGCVACALRFLFAEYRYGKDKVVSTDLLRVALSLNYKNEKKFQIDEMDDALEAYGAIMDR



LHEDQMRQLGRTGECQVGADDACVAHRKACLALEYEAHCEGCNYVKKVSEIDTFSYLISSLQMIPDGPAPTTNGTNGIDA
ADKRRERSVSPKPDNARRKHRDIRSKLKYQFKKVDKAFEEAGNTISDAFTLRDSRSSKPSPKDPKKSSLSSSPSSTPPRV
DSQNSSGSEQPGPRQSASGIRMVRHPKTVESDPPKRPSLGRRESIKISRLDLDANVSPFVKAIRGTVDYVAGGKCPNGHD
AEVVIALTHVPIILALGIAWDYNPSPADKRAVANAIETTLNVTEAFSGTERRAETTRVLRGLILYYGMHYISVAFDTKRL
VWYAFDDDRVVKIGRYFDDVRKYIIRNGYQPSVLFYSTDVLRPGYKRELPPQISDLSLQSVQDKKLMMRKANELIKKEGR
YR*MLNMTSYSERSI****IGLCMKTSLTFR*KN*GSFAEAGDEEPGEVIRVTGIEAKNFV*HVNTQRVGNFRMTVDGGH
VDRSR*KLQAVLVLLQHILYHFLILLDHDGTGGIGERATNLQQTQGSPYKVALPFDVVLELIRSVVDYKSWSESCCRAWG
VKKDAIKQQFTWERTMPFFGTQPGHAICVVGDRIIAVSHPFSFFYYFGHHALS*VHGKGIKRGHTSFRTRISKFPYL*ST
DICAYQETFHITFGSTVL*GTNMCKLCARAGTHVIDNILRLWIHRVCHTGAGNVLMECESTEKAIDTNLRILKGMCTVTV
IVALRGEQGIHCDGQASHTLDNFRALLN*SADAQIQQSAGLVG*YIVGLGQVQDIDEDMHRTIDLNDSWEHTDTTGVDVS
TFEYSLSTQTVKDNIVVSLDRSPCCPHVTIRSFLGHVEHVIQTAVSPN*NFFSRNLTCCLRNSTKNGL*GELPYLLTRFQ
DFLPSL*SVTDAYCDR*WSDQFGPNQFCGTRTKALPKLACKGLTIVTIALWHWPVVSK*EHILWERPAFAQTGYPVHNLI
RNY*RARGQNP                                                                     
>Contig1310_Corallo_2_fr3                                                       
LGFDCRSIQYRNGFATLKQGKPAMDGQLQCTHWKNSLRLSSVRTAIQQNKGASSKCQARISPKAKAELHLLSTCHVCKIH
ATKDQVVNLCLVCGTLLCSKNGCALDHQTKKKNHILMLEVTYLDGIASCIFTCSKCNETMPLNARTSPADSILSDLLDLV
DSEAKKHEKRLAVAIAGPDLLQAELSSKGKNVSKGAKRGNLYRGARTKRPLDLAAGLPSHDHVEDSKDIQSQTVRTAAYK
GHTGLVNLGNTCFFNSLMQSLGALRPALPSIQTEILASERPSADVTMPSRGFTSLKDEKEQIGESEDVNNYDNSKHTPDA
NECEEDGPSGAYDNEINDDSDDDEEFDNGADSPSEHTVTYTLHPGPVTADSTLAFFETLQMLWRGGIVSHKPHRLLAHFW
RRAGHMIKGEQQDAHEAMIFLFDMLKKDDLQTYQASLLNQRYGSGGDEGQRAVINKKLLASLGVSERRAIRHTGLHLPNW
IDDTFGFYATTSIACASCTSVVKRRELHLHLSLPLHTTRQGPATCHKQGNPSSVPPISKHQRKKARAKAKRRKGHRDPLL
NNSTEGPVAGANREIEGSEADKATEVSHRSQTDMVETEDEDDSCDSEITNLEQMLPQAYISGDDGRGSVPPSSSIPELPD
LIGAALSDEVLQGGHGYKCEKCNGVNALRSTSVDPTVVPPILLFHMKRFQLKGDRFVKNNGSVFVPDSLSSSALHSNYIE
DKDLAGPYRLKAIVEHRARTMDSGHYVAYVRLPGNQDSDDGPGQWVYASDAVTHGISFEKMTKQVQPYLLFYERD*RL*R
MSYLIF*RTIKRLCCVQ*MEGSTIFVFMIFESTGSALVSLGTCP*TLRGTA*CCR*SP*KSPQEAGTCTANDRCPPPA*T
RYRLPYTRQCSSAILGSTRYPEPCPGDLPPRWLSEAA*SWGMYT*HPHCAGSSCPQAS*KSPPIIQHDASGWSR*RHAPV
STAQNWRHQPSVG*PAPLS*SDPECYCRVPHSPLCRIHP*SPRSHCRTPYSHHVHHTRR*NPWTWSGS*RIQLQSPCP**
PS*SSRRGTPRGSRCCPGTLRRP*SKYHARRTDLQSPPSGSASDTLQWDCPG**WPEHERRRHWPSLRHGRS*WIQGWWP
THSPHPGSTAQQCHPEESE*RNRAGTEEWGS*PPPAHSE*RPGTQCSHPNLHRWSDRCVPGRTDSHRAPQYTLRHSCEL*
RVP*SLSRHRHCRCCLSESVHVQ*HRERRVSW*FPTGQGPGIDPGTGTGT*PHGRR*WAFGRPVAGCRCCSGLPA*KAVV
HPSPLSLRDLLR*WQSHHALRIPSPTTSCSGSPQPAPRGPAWPPSNSAEP*LYDESARRSPHGNCFVDRRQSVYQTGKAL
AF*APTQA**VNQD                                                                  
>Contig1915_Corallo_2_fr3                                                       
TRP*CRICWSTTLCRKETMES*GK*LV*GRQLKESRAMSWQRPKLASWDSLKEHRDQRLRMQLAKGGSAKQLVFKFQRSC
EEAEMSFQQRDAENAYLRYFLALELFDKAKKMGLPADQKAGLTKDFIEALEKVEKLQAMLQQAYKLKENGLSIDGNAQQR
RGSGGGLGGMSSAQPPPSASPASPTGTKREEPEDGTSDCYGETKLRKTQDSYKYMPIRHMAQLYFTGDNMLIIDVRDPEN
FKVVRIADKQKTPSNNQIVSNVNVPEQQVPITITPDQLIHLAQDAEGKQAFAGADFATVRTGFRYCVLCTSEAELDKFQN
NMEGPVKTAFDTLYQNMPVRVLEVDVESFARRYQDLCVVPQVEEEADEDDLINPYEEAEEEEIDTEEVTSMVGDIGDKEA
KEAAAAALAMQVSYPSLEGLSVADQEVPLSATEAGEGEQAMSSETAAGGAASVGAGAAAAAGAAAVQPAVDRAGKPTGIL
KAPVVDRGEKPRSGGIKFAPGTKETSEGGRGGYKPQHLQRRKRVNLDRIMPPMLPVRGQPPARGAVGLKNLGNTCYMNSI
VQCLSHTSLLADFFISGTYHAFINQKNVLGTGGKLAKAFGNLVSALWLSQNVKSIAPVPFKNKVGLFAKQFAGYQQHDSQ
EFLSFLLDGLHEDMNQTYDRRYEEEPEYEKYSDVDAARMSWEFYRKRNKSLIVNLFQGQYRSVLACQTCGFRSRSFNPYM
YLTCPLRRDGASAPRDMHLFDAMELLTTREIVRGDDMWFCPKCKKHRNAVKDLSIWSLPPILLVHLKRFGFDSHYRRKIE
TNVRFPMNDLSLSKFAQDPATRNRRYDLYAVSYHMGTLESGHYIAKAKHPITGQWHNFDDSVVKPIAPRYVEDSRAYVLF
YVDKSVKVPKSFKRVQ*MKTIDRALVNWIATAYNSVGFYIDVCLWRIVVPFKIP*DQ*RRLRPHHCHIQSALGKRYPYSC
RFPAHCPLANVSLCEIQTVVPQTWSA*HCVDGPRHLPWLLHWLRRRVMLRLRMLLVWLVG*HWWLCSSCCSPDGTPGQPY
WHQPPRPSSVEEYPAKSASGT*SCHRSDAWCA*TSRHLREFAEIP*SLPVG*G*SRRPAHP*RPLQRENV*DSCSR*YKC
RSAWRLSSSASDYSACTV*CMCRGSRCGQ**AHPQFAVEAVAAGKHERLGQ*PHKPCSASET**S*SCAATCG*PGRSHQ
CGTQGAS*QPSCQARSGRADAPRVYSGTAV*RAVCTL*GPAGAQPGSWAMTRSCEG*RLHDLSENKD*LWVPRVGYP*DR
SESVRLRHRCPSRRLLRGWRARR*GWS*APEQEYSGRVHSPHSRSTATARIQSVRQVREDSAGGLVQCRAPACSVPRQPY
PGSDQ*HLLVRTRSTP*ANGRHRADVAVP*ATSRACAMPECMHGQQFDSSQPLQC*A*ALRPPGEEQLPLHESWSPGKSP
FGWKTAGALHSAGSHQCTCQCKVFFPRRAAGTTVPSHGGP*SGAPNSPS*NCRQSPT*SCSGPQRS*SPHCHPQHDQERA
RSAGSP*MEPRCAQRETPSVHGSSIPEDCARRDDVPY*LPYHRGDFQPRHHAVDGSVSRKSRPTVESQSTDDGVSDLPCC
GSASRAAQSATDTHAQCHARHCKGRVVCDHLESASAGA*RHERDKS*RTEAKPSQPFSARRRQRAPEC*RSYRSSQRVRD
SSHFGPQTK*SIGH*RRSRHTGGRS*EWPLVLRSSIPSHCD**PADAQLPQMFPWACTWTGPAREWRSSRCTIWASQVCR
PEHSRSLCSGYPPFGAPI*RLMVHRSVPIVLHCCADCMLPSGSVQLLSVRLRA*KNPDVLLLWAPVALPPSVEATVGRYV
HAVIRSTETLPVPVVLPDPQCARASSQPVRTRGSD*GRWSSPLRLPAAL*SVRAC*SAHVGARILHRCHYARQCDGVLRW
HSYLFPQVWTSLHCRSPNPQGRSY*EDQYRHSCREFAVW*LPG*ADPSGEKPWGPLNRCSPQESLTAETSESARRPPLPF
PLAWSL*ICAMSNTRTFLFTWSFCVAFTKFKCKSSRA*PGVASIQRTTTYAECRSTS                       
>Contig3123_Corallo_2_fr3                                                       
EFKSNKSGKNRKGGGQKGGEANGGGQKDHPGQNGSTNNGGNQGDKNGSDQPQQNGHAGGDGGGDGGDGDQNNGDKHGEGA
AAAKRKRKRNKKKKKKKPGNQNAPAGAVGGTAEADDDEEDIWHQVGKKMQSMNIKSGRGPHDDPHHHADDEGDSDHEAGF



ESAKESPDRVENHEAADQGGIIYSGMSMATHALNAFYTSARSYLGGTESTGKGTQLWDVDDDFEPHTVDPDSGNVLIRRT
SESSTVITEVDDETSASGQPVAINADGVTLRTRITSVAEENEDVEEWKGKFGEVMDEDDGDQDEPESGLTTLSKLASKAP
SSASEMVSAIGGHSIFNRFGGGSSEGYGGAAKPGQAGLENLGNTCFMNSVIQCLSNTRELKEAFVDHPDDLVVNTSNPLG
TGGALALSFGNVLNLLWSGEHSVVAPRDLKRRVGHLHAQFQGFQQHDAQEFMCFLLDGLHEDLNRIEKKPYVEAKSYDGK
QALDEFARESWERYKMRNNSCIVDFFQGQLMSKLECSDCGEKSKTFDPVMYLSVPLTVKRQFALDILYVPHAQNKSGYKS
EVQCIQIACEEGSTIGESLERLSELVDVPVDRLLTTLVRRRQLYAVLHDDEYLYQRDVKGTDMDIVVYGLPEGISKEQSE
PEGPKDIIPDFVSYLVNISACVTDEQTECGNCGREEGALTEAGETVTLKRCSKCLNVAYCGTECQKTNWASHRHWCRAPT
PRPLTSPLLVKMRPAEDPRKFISLATQYHMKSFLNEEGQAALAAKKGEIKVILDHSDIPGLEDQRSIRKAVMHLGMMTTN
QSMALREWHSKEVMGISADMADLLSRGDVCNLYDCLNAYSHREHLSGQNQWYCPRCKTHCDAEKTLSLWSLPDVLIVHLK
RFNFGASMFRGKIETFVDAPIRGLDMAPHLPELAIKHQGAHVYDLYGVVNHRGSAMFGHYIAYANVNPGSEDGWYEFDDS
RVRKIEEFEVITPAAYVLFYKRRPIVNGANL*IARLACLFLHYIHYLSTRSHM                           
>Contig3290_Corallo_2_fr3                                                       
TYEVERCKMILCSL*HPYF*VK*SNAGAPEVGESSKYER*NQKTCTEINRIIVSTSIE*PVMSALLRSLDAFRVYLFGEP
EGDELQHLVETLYLCGLTLPPYLATGGSGSTVQSWTTSSCNFQSETASSVESTSNSPRSPWQSRSPRSNSTGSAPLNGLT
AQIDQTAKIRLQNVDPPVCDVKDPRYSKQLARHLRGLCRCQAGGMNDGHLHVADYYRRQLPASWGMNASLAIELLRECYF
DLDRTIEVWYERQKLWQLLVEPIDETVTPRGAKNVGNTCYAGALLLAMFSYSDAFDPLLRRTYEKAEINRLRNAILVFVN
RVRTGLGGSEDVMYQLMDALYQCGWQRRGQQDAGELFLFILDCLDAPLLPMRERMITGQQGKPSFRITCERIVQLYVPQG
PSCDLMDLLDAYFHDKSEAPEETSTGNRTETTDHKAQNGSPNGAVRGDYTKLPDQSEKLEVREGTATASNSYRSSQIRMK
PPQVSRQLSLLSDAQKHEVMSSQLRSGSAGSLAARSETTPTTRRKGTIRHTHGGRPFRHAVEHSYDDVAALARSPPPTSL
KGPSALTATVSVESGLGQYTNKLDKNGENIPVNGRDTAKSPGVSIQSSRGTATDVPSLTLPTNQDEADLSKAGKIPWRML
TMLPWYIYSSTESKYEAVQAYSQSTEGHALLLPITLSRYTRKGWRTNTKVNIPAVIDFSKFVARHPADRLNAKHKWLLRL
HSCVCHKGTNVYRGHFISYSFTGQRWVRFDDMQWYGNMKANLSDYERFWNEICLDSYILIYELVRGNPDGTTSRPVVLPH
INGDHSPMARNTTNACVVM*RRSQTRRQQQTRAKQTDSTKSNNVMV*TNTENTSKLIHLCYKNRKNKDTQAGRRCLGLHP
NDT*FAQLRQKTFLWSLAVPRAQRRTGTGHPRRKMQSRRTD*THQPPVDSSVSTETT*TN*KKHWST*LHSGHESVRSLT
SK*WVQIPPRRRKRTCT*TRLPLQQSAAIPGLEDYR*SRGG*RLRPCPGTRRPCCGSRTRGSLGTGNSQGRLRQKRPSDP
GGRVVPAQRTMRTFSADPAGSQPTPGLPDRSV*IASQCMRAGD*CPCTRARTVGQRPGW*RATFFCRRTWL*IRNGGLDC
HAPEYRNRSTLPCPAGALRQLLPLRRPSRKGKSVTLG*SCRRLRVQS*KAGTRLRRSCANSYCHRPYRPQIYQMCKRFDR
LTTDCLSD*WGQLQ*HRSGRCC*SVHCSIPSVCDQPKR*ENPGSLLSQSSSRP*ALRSSSVHASGRSDPSAVQRSTPRRS
VPED*RIRTWLWWRRPVRMSC*DLLTPAH*N*DRNQIQPNP*LRCRWPEGGPTATVPWRPSARLFRRCCCLIHCCRSHCF
PSQQEIDAADLPFSRVEAVSHSLRPRCPQ*GEAS**YYCWSRVFCSWWLCQNYQLSQCLRHYCCY*LHNYSDAKVYYTYI
IRQNYDRHSLS                                                                     
>Contig3984_Corallo_2_fr3                                                       
QRETRLSDSCRIKMSFRNNDWRLLKSLSQYHNRM*E*SFGSSGKRRQMSNPRHRLSAAELRVVGEGWKKFKVEYGLEKEL
RDSVASGSESDSFTNSRGTVDVMDVYKHLSAETHNGLIARLTLAGALHELSGVPLAFWDPILDVYEESDGIVNLKACMAG
VATCTNANAESKLRFCFKLFANSSPVVDKVQVTKMFEAIYKMGDVHASLKKLLNYHKVSEDGSMLTRANSHRLQRSSQSF
PSVQEEDEELDDRSPAQATADKVFDDVAMHSNQNNENGIAVHRKSKTPRGTSPLPNLIERRGSKSAGNTPRNMPATRSRT
RAAASGGDENGVEADVKAALRGKKHKPLDYISFKDLYRAVAKIPLAVEHLTRVTAIAELELRSYPASRVEEAQIIYNLRE
EHSRLSIGDTVYVISAVWWRNWEDYTKYNVVADALRKGEEPSLPERPSMAESSLTADSIGSFSMASGGAFSPSMLQALSM
NDRESHTSSQELTNPSSTLNIVFRPSLIDNSEIVTAESLTTLEPLLRKNLIENNDYVIVCGEVWKQLSAWYGGGPAIARR
IIRRSMQRRQSLIGREYIKAKGTPATTMKGDTVATRVELYPLQLKISVVYAERWKRSTGGSKAGSTAAQSDVEEDVSPSK
STYDATSPRPTRAVYQLRRGGAHHRDNSLSLPRKREGAAPITRGHRRNRSTGNPTDNQELFARVATESDTFFVSKDTRGQ
PLVSVIRKRFDHILELGSETRLWNSFNEAKPELIENMDKTLEELAIVDGQRLVLEIRSIDTSWPLSSTTGKVPTMETVIS
PRSKGRSVSPSPLSPRSLLQVKRSEGEKTSRPTSPRRSSKVSVSTAPMGAGHVGFTNLGNTCFMNAALQCITHTPGIVSY
FLNEGYERDLNPKNPLGMKGEIATEYAKVLRELWYSKYKEAVAPRKLKAVISRYAPQFDGYGQHDSQELLGFLLDGLHED
LNKIVTKPYMDAPETEGRPDDDVAEEFWEQHMRRNRSTIVFLFQGQLTSQVTCLSCSYKSKTFDPYTFLSLPVPKKARVS
VKVWFVRADGRRYACKLAVLKSGTVRDLKHKMESLGGLDNLKAGRLQVAALQDKALSAIFAEDESIAKVLEAEQIVVYEL
TYFDPESHFILQVILRDVGTRRSILSLGSIEIVGIPLLVVMSKTITHKELYMAVKQVLKSHLVNYKALEREMETTVTSLP
RNSVQQGFSRSESGRAVPDLLRLPYELKMTRKDGKACAQCTWIKGCTGCALEGDTELIDPLGDCTVAVDLVSPTNTTPTE
REMVDHSSLEDAEPKSKSVDLESCMQSFSDYETLEEDSYFCSKEKDFKPAIKTLGVWRAPPVLIVHLKRFEYDSSGQCSK
IDTMVNFPVDDLWDVSEFLGDARTRKNIDTAIFLSNLYQLYGVVHHLGGLHSGHYIAHVRDTVVQDPFMDIDSGGSGNSL
NSSISSKKSQKTEPTSEWWCYDDSRCYPISSSEVMKKSAYLLFFQRVNGMDEQDEATPVVSQHIIDRTIKRLRRSSDTLR
SSGASTASRSHKRRHLRDSCKQQ*PRH*K*FALRHL                                            
>Contig3704_Corallo_2_fr4                                                       
RRMALCDHLKNAASDAAVARISGEISNSGVHKEECFNCFDDEYTENGVALCLACVKHVGCLGERSHAKAHGNARGHAPYL
MIRKVLKPEEDGERAQKITKLAIGVEGGLKDDSERYNTVYAVGCHSCGSKPLELNDAVRKEAPGLDMLINIIAGAPTKRK
VDTLQAWEEDIVECSHTRELKQVDPLKSMPAKSDAVCAVEGCGLRENLWLCLTCGNLGCGRKNWDGSGGNGHALEHFHSA
GHPVNLKLGTIKSDGSGDIFCYACDETRIDPKLKEHMAGFGIDVTKEQATVKSTKELELDQNLTLQFKMVGSDGKPMEPL
FGPNLTGIRNLGNTCYMASNLQVFMHLPPISNRYVGLSFQHTVDTCNAEDQSTCFKCQMGKLADGLLSGRYSIPEREDEA
LGVAEQRGLSPMMIKAILAGVSPDFGGVQQQDASEYLQHLCTRLEREERGGSRANEGDVSDPDGPPGGDIFAYEAETRIR
CTKCNGVRMGSVTQNVLGVPIVPDSDNKDNLKNAVERAFAFGDSAEDVIDGFQCPRCEEATKALRSERFHTSPSVLAIQA
RRFVFEDWVPKKLDVDVVAPEVLELEHLLARESEIAEADRFSDDTPEQPAAATVPEFDAAALAQLTSMGFSENRCKRGLL
ENGGNVEAAMNWILTGLDDPSLDDPLPPAGGAAPAGARAAPLSELVENLQAMGFSANHAKKALMETDNNMERAVEWIFSH



PDEPMDVDVTAPAPGATKQKGTTTKPRYELFAFITHKGRSTDTGHYVCHIKLDDRWVVFNDHKVARDNEPPIGEGYLYFY
EKRQG*NTSLIDGDKH*IQLQRRFFIPDCHWSVWLHKTIWQGREELFGQICCLLSQLIQQPMDTATAQLCRFARFHLCHD
DVLAVYQAVQVRRVACKQWEGTEMHRNHCTQ*RHQFVDGICSTHR*HGVMAADAHQGYVRLVQV*NDAHVTEHIRVSGVV
NDVSIWTAYDPACGITARRHRVFHATVPAVDGMYHCGFKSTAEVDGTSLVHANNLVLGHTLALQVHRHFMDAEDLSSSLF
CKGDGVTDMVKVTVAD*NSFGFGSFVLGISRCLGIAQPWINQKMSLFIIYEKRSMSQPGNLDRCHFWTSTKIGLET*WSW
YDKTHFSGG*NVPLSY                                                                
>Contig4126_Corallo_2_fr4                                                       
EILQRESSEEQGRVNTPRATINTWIHDIFQGTLANETRCLTCETVSSREENFFDLSMEITQNTSLSTCLRNFAAMEQLRG
TSKYYCETCCSLQEAQKRMRLVKTPQILALHLKRFKYIEELGRLVKLNYRVSFPLELKLYNTMDESIDADRLYRLFGIVV
HVGSGLNHGHFISIVYSQGYWIIFDDENVDTITEDQLMNFFGSSQELFNVNGDEQGNTELGYILFYESVEEQSGTEHTKM
AQSSAGHKPVSKTNSLNGNAVVNGSANRSSSTNAAAVSHTENDPANAADVKRDSVASNSSTGASKKSRLKKKTSRLGSLR
SLTTPRGSASKQQDGG*V*VLQSLCQPCKASIFVCI*LPLHFKH*AYG                                
>Contig5248_Corallo_2_fr4                                                       
*VKPL*AE*RTGSRLHM*RS*KGEANRVV*HNWCGRIVDRIFRQYWVREHKKVIVEANFAKGFHILQTLHSLNKLTLKSG
SKMGNSSSRLEKLLEKEDVGDQKFFGLENFGNTCYCNSVIQCLFFCEPFRRNLRAYVEDDPAAFMGKEASLLSTLAMEYH
QIALHKKRFGVYAPRKFVARLRRDNEIFRSFQHQDAHEFLNYLLNTCAEILQRES                         
>Contig5316_Corallo_2_fr4                                                       
LSQIRALALSPAQYSFIRT*LWSKKLSHNDTH*DDLVVKILVDLLFNMSAGTVLTAKSGNSSKQAAVDQELRSGSSILGR
RLDLVKATYTDSFLDDLRARYKPINPNHVKAEVMSRKRRISNGGSSANGQGVANGNARTTSNSAAIDVLNMNGAMANSTG
TKKQKLTTSYGVEGLGSTSFVPLNWTRSTTIGASLHNLGNTCFMNAVLQCLTYTPPLAEMGRSSLHRRKPPGCQYTKKHG
SAVQEIVRQRSKHQNDASRQDLRTFCMLCELERHIGRALDGHKVALKPMNIISRLKSIAKHFKLGRQEDAHEFLGYVLDR
AHNACHGGEHKVKDMPLSMKRQSVVYQLFSGIIESRVDCLSCKYRSATKQVFLDLAVDLKTGNLVDCLRQMMVPEILEKS
NSYRCDNCKKLVRAAKGFAVLEPPQILIFHLKRFNPFGGKVNRHVSFPMSGLNLNFMLDVNVPSPIKAKKQGHTGPGPIY
ELYGVIVHEGGSVHSGHYYAYVKNSNGHWYCMDDTTVTRVNESTVRRASAYLLFYRATTRLSSTIAQHGDAKMKKTPEHQ
QPTSKKEKHGPAESLMKTATSAASALIDAAVKASSMILPNISSSSGNNSTNSSPVKKAMENGHVVDHNGDNNDDEEH   
>Contig5427_Corallo_2_fr4                                                       
HRNT*KSQCWSHIG*YNRATSGKMPIDPTHWNALVTRSSLVHKSVGKENEMAIPTAGGKRAGRKKSKRSALNTKPDNEIT
QTETDKERTVSTKRQSYTASKESKKQTESEEDGEHTNHSETDKKTQQNTLSNMFSHLWKTTPKTLPATGNDRPHCTNSGE
DYIDDKPLTNVRALDSNFLRTKGKDDGAESNHSVQMKNSDPALPKTGIHPIAGHDNTEESDSTGSSPTRKKRRTKPKESP
ASAARRKAMEVEEEADRKKKAKAAALGNLMAGFQRNAKRQELVEAEAESDNVLTGLRNMGHTCFVNSVLQVLRMSKLFRE
AVEVQVSKCGNPAPSLLLSLQRLMRDMDAMDSLGVEGKRPSSLSPEEFLQVFRAQTGDLFPAFIQHDAHEFFSVLLNNLD
PEKSTRNEVVEVVRSKAVEGDDGVLGIFSGVLKHITQCSECETPRAQFEAFMELPFRLKSASSAQSPGTSPVRKTCARTP
STKLAIGALKLPTRLRGQNKLECDTCRCVQEARRFTRVEKLPPVVVFHVQRFEYDTMMRQRKIAQSIVVDDNISFGTAGT
DHCVRRKAVYRLHGAIFHSGETTTSGHYTSAVRITDPEIIQRVNSLDVTRSTQTEDDLWIHFDDSKTRLLSSANDELGRK
SYLLVYHAEG*RN*PGNNDIPNSLFWYTSLRLYYRGHLCYPYD*SMNDHNY*WWHATPAYATWAVVYLSSIFVHKEVRVA
RRSEGFAHLQCFFNFVPIVLFFTYELCLDLLTIALGHNTLDQAEICATR*QTIVEEIRLLLTPFVNRCTIGKGPISHMIS
VLLDHPTCQCFSLALPKLTSVHT*GLWIQNNVSRLADPYLGRENRGSTSSSSRFVGRNIIPGRVHRALHRSR*PDRRCLR
*FQFTPTLPGCGDTANF*RCHPCRATSLASQQTLFHYVLHGSGFGIKDDVVLHQMRTLAISNCLK*IFLLFAIIGQRHRI
PVKARYRH*CHSVACVLCIL*FICRSRTFCFITWRRRIFSFT*RGCQGS*R*MTFLQHGSR*WCGAVKGDVLIVTESYRF
RLPPSSILGCKRRLALSNARLWCGNGRRCCFLF*LRSRSWCRASTKNSRRAHSVTPWCTDRCSLL*CRGRWQRLTCTCVQ
CCGLRCLCVVVG*RILVAR**HRGRLLGCRTGRRSARPISANIGSKSALAGNCSRSCCCFFIF*FCFYHW*RPSASSAHT
RSRFSSHFRSVLRLFLYRILVFILVSCRRSACARYCHDYMIKLYNTEIVYILLASIFCSWVSLSVFFLPNFRATLCAWHE
AFKFHVPGQVLDLRIVTLTYFKYLGLS*KESWHDSFAFTG                                        
>Contig6010_Corallo_2_fr4                                                       
RNFVDWG*KFRCVKKNTIYCSSSMASCVD*ESELSARRQIQPVYKHA*PWTADTVHLKMSSRWTTRTTTSGMRAETTSNE
SALSRASSKNVYPAYKYGRTPTVSRGVGTSTYTRTDPVHLSSTNMNSNSVYGKVKTSSPSTGSKRSQSYTSSAQTGTVTT
NMVRRSSNTSRVSPIRMDSPRSVESRTATNCTVRHFGSSSYGSSRNGTGPSPESTSLALPLSSKKYSVSPGLDQNQPLES
AASSSSRAHSTSTEHPINSTDHGLLKSTTRRLSGSRFQNLPDQRQSSVGRPSADDNVKHNVEMGKSNSKNLLYSSQDKDL
KALRKQRAEAERILKQHGEERDRRRQQREQATAVHQSPPMTTAVSSVAASAVAGATTVPLTECKLENGSGRFSKGTSSAT
SSDLGPATPLTVMSPPRAATCRKEIIDLQVVHESGSKPSATNAGVNSVRGTVETPASKPGATRALANDTKTVTTGSRKSS
ARQIDKGNGTNSSRRTFSTTTTKVPTMTSAKNRPTIDQAMKPSPEHEAAAASRTPERIATHEGDRQRRQASDELEDALYA
AHFTGSIPTAPKAEPARASSGKHTASRSGTLGGYSDYINSKLMEMMTEDSDPLRDDGNPLLSTSSILDSTDSDIEYSDDD
YDTNTDPSANYHIAPLKGSAVGGLAVAIASSPTRAVDIPTTGKSATGTNLKLGGAATMRGSSSPNSQFDASPLITPRSQH
FVPSKCGLNNLGNTCFMNSALQCLSHTVPLVGYFLSDAFAQDCNVNSRMQGRLIQAFSNLLRDMRGNSLGGATTPSHFKR
QVEAWAPQFRGYQQHDA                                                               
>Contig2049_Corallo_2_fr5                                                       
SCGSICTRHSTNHRISDEIENRRYLRKVHCRM*NYGCIRIELTEPSFSELECMPSVMTVQPELNGHNDGLCMIHDIPLTE
FGSKDDLVASLTTFNDALLGAVKRADGSTEGLEPSRSDGVLCCQPFAALRYIADGYAKIIDKSDFKLEEVQQINRNLQVV
LTVFAANAQNSTVWQGLLPAVMAIFQFASSHLFGVNRRTGNDSPDEYTYARPSRKEFTATQMYLSNVEHFGEAGGYDAII
DILDKFWDQVASSTHITGVYQSPTNGGSDKPNTPERGRHPSRAFSPGRKRTSSTAMSCPFTANDVCDLTQIFYELRHYLN
SDHREAFFIALFPRTLELMACLEPEEVRKQWSGTIARYFLMIDNCLELAPSVPRQYAEKVVLLCKMYLSRSFLFSTSLGE
NLKALGMMTEYVNAYFTIVPATPRSREVFKERLLGFTKMKSPRETSEPTVRTMRKGSEGFLNQMSALETSEYLRTWLQTE



SFDELLLRPLHPEYVSELGKLLLVFSDRNVLMDGILTSILSRSIDQHSSIRKALYDLAGHVSQKATKDAISRAMGFVESS
GSRERDVRWVELAKTLAVNALLRGLEEPFQRGATILFHTLKESAGLNNPLSDAAHNACMIIAVEVPDDLKLKIVEYCVEV
IASGNGEIPAMSILLKMLKNAPNNRWTRRRPNLTDFLDRLSELHILNVLMNGLKNQEKLESDAAKNAKVRFEFLDMYLCN
CSQVLTKTQVFALWDYYTSPTAEVEATNTALRWFLSIHVGSKRSSAFELDTAMNLFTDRICQFSKMEVCNLRFAIFQRYF
FIINRYKGKVDFEEKTVRKLTKKDSDASPEGTERGSLEVQGSTNSQQGPGYVNPYKGGYLVNSLSKYRSLDVEQDTTINN
QEEDNDPSVWFSETLTDDVSLYVLDFNSIVGLDAVWRIFGKCKDASVSALAEQLAIDLLKRISPGVKPKVVVESHRHFQS
ITQKHLVKAIESDAGEQQIVHLLRIIQKVSEWYAHNRILTHPKKASKVKSPSTQFSSLKNVRPHSLASDRPRGSGSSATP
EITVPCTCKIAGQPEEAVILRLSPVATVHQLYWAVRSAAALPQSAPIKIYVGDRPIPESKRFKSISKYGVDDNVTVTVVN
REQKSRFFKLRRHGKSSGTTSTGVPEISTDVSINSEGDSLERSKFGMLKVALRSNSNRSNGALHEDDDNATPLEWQILYA
NGLYERLHELLSDKSLAVACAAWTILDQVPVPYHIGQQVVEMVREQGSNGNGHHDGVNVIPLPKEDGDSNPFLDLYNTRI
LRLKLCGQDKDTQDYFIDGPQASENLSGTDQIQEELRCASLLDKFIAMCHRRDEASIRDTGDETELIVDMLVLESTLDLV
CSLFLRPCHGVIKSSLKHPDETIQGCQITCRELIPDDTVHKAFEGRATVLSTAIMAMLAAISNMSLHNRENAFILIQNKD
LVDRKQHLFCDGFSMLMVMWRFQSHLLDEVTGEEKFAKWMTRIVLSSEDDVTRQWSAQALGDILLGAWPEHATPSKLYIE
QSTLLRNALGVRVLKMSCGISESLTKARPYLSLLRRYIQLLPPPDFENFREEIVRVYADLIPPLLNFDLSLLADHQEGGL
TNVFVALCEAISSILDRDRTLVHDVKFETEIGGSLMQKIIFFAVPNSEESTERTANWLHPKSAIQASLDLCLRLVRQDDS
ESAVVKNIFHAIMDEQFASSSGRWIIRPEAEVLGTTGRVGLRNLGSTCYMNSVYQQLFAIPAIRGDVLRSWDIDITQIPA
EDDENNTRTELQRMQQTMTGQLQRLFSFLSFSYARAFDPIMICSLLRDFDGNKLNVMQQMDAQEFLNMFIDRLEREGQKS
GSSDIWREHIGGYYLQEILSQDCGHVSTTTEPFYTLGLEIQDLNDITDSLASLIQSETLDGPNKYFCDKCEKRTVAVKRT
VLGSNPRHLVIHLKRFAFDLRSLTNTKVDSYCRFPHTLDLEPYMHKSVLLDPKRSGGFEYQLKGVVVHQGNIDAGHYFSV
LCDRETGEWFEYNDEDVLPFDTSMIPELCFGGQMMDENGEQFPKNFSAYLLVYDRKDIEDNASENESVDVLQMRSSTIMD
DAMNVIQRKNKSLVRNLQLFHPAIEKFLMQWYHSMEVQSTIKECPKRAGEVARTIVRYMLEVLYRSDKVTDEQLNHWKTA
LLGLSVHTTVIMEYFADKDFFAEMFQFEGTKRVQPDVVEITKTMLRTLCLKEEEISVGPEERARVLEKCTETLITLAKRS
VDVPDTGNFVYCLLAIVVQHQPTVMKRIQDEHLDECVFKQLQEAFEAARSDQIDAKNGKFGNMTNLINMQGIILFALNVA
RNLLEMGEKENMPEFTFVQCWTVVSQGISLVAAPQYMNTVLLKDPGQSRACTTALANELIKATTDAEFNRLYQTAEHLIE
KVSPSNATFVTMFLDGCLAVIEKANMRKATFAFLQFLNNAKIVPGMAEWVGAHTTEIRSAAKKQCLNADAQVHRFEDAK*
K*IVHLIEQNSKKSYETIPK                                                            
>Contig2174_Corallo_2_fr5                                                       
FVDIISRLTA*EATKRHGVIVDLEISGHKHTPFWRRGRMTYCGNRSASRKTADTLSNLLP*Y*HSRHEVSNSTMKGDEVF
TEGASFTEDERRDASEPVAIPMSGSDEQPTSMSSSQGKDRPSMDTFSALVSPGSYTNKEPLSPIMSRRYEKLEDSREEGE
PSLSKDAQMRASSSYTNMGEMAGITGLSNLGNTCFMNSVLQAVSNTKELREYFMNRYFKREVNFTNPLGTKGQVAWALFH
VLTRLWDGQQRSVAPRQFKEVLGEFAPQFRGYSQHDAQEFMAFLMDAVHEDLNRIKDKKYIELDEVGKSDEQKAQEKWDY
HKMRNNSIVVDLFQGLMKSKLTCPKCSHVSTTFDPYMYVSVPIPHPKHIKKTVWFVDKQRNVKQVTVDVKNDPSGVTYAD
LKTAVAESQGIPAHRCLVLSSRTYSTKICDESDRMEEGGFANEMVFEVAGFGFNSDTFMHSEDKVIYCIFFETASSSASY
SAERLHPPLLFYYSQEGFVADLYQEIAKLIEPLAIKPFSEDILNAMHARWDRKKEQALLKKRASQMELEVSELEHSPPPY
AAKAGDDGAATRPRIDSTATKETVSFMDTKEKDSSPELVVQQDNVGEGEKDAEDSIVDLTGDQKQAPNSTSSSPIALYGS
DDDMRNASSSPSHRLSSEGKTEQSAMDTGEDNSLSSLPEPLFLLRPKQHGSRDMCEPDESLATWKPDRYDMTYSSSYSFG
SSYGRYGSSQEEETKKITNPNQLRRDVWVTFKTSIYDEYIDAAKFNHSMARDAPMPVRSTETSESNTLQQCLELFCEEET
LGANDAWYCPKCKELQEGATKKLGLWTLPEILVIHLKRFSYQSRAGGLHTWRKKIDNLVTYPFEGLNMSEFAAPTDELTK
NPSLAQYDCYAVVNHFGSLSGGHYTAHAKNSESGEWYEFNDSHVSKVNRGEIMDRSNYILFYARKDSEGRRKAKIEENLL
PPNPELERMTGPPEEKNSDGLTLSRRISDRDERLSYGTSGLRDSGSDLRLASPGSNGDPPSGPVSPLVASPPYTSDHSDD
EIEDVNKSQNSLVALEPNALSARVQQLADSCAENEKGGSDGDEDSVEIVGEVKRPAGESPGGSEAPGGFPKIPPPPPPAD
SRIAVKGEAAMAADDDEVDSMADDPGTARTSGSGMET*AEIRIVKHTCRTTFSTLYSHGLFLCLGIESCKISSTSAPHDH
VHH**GYPDRHRMPATEH*QCDQLISVSICSYPSRRRQQVHP*WCRRCTHPSATDTRVGC*RHH*CLVDRNNFAANAH*G
SRKG*TGSCPWQLGAGDDLVRLSRRLHPWQ*S*HGRRQFRSC*ASEHLPVVRRSLKAGPWFVIEEPQGLRCVDNDPTG*A
RRVYWRACAAPLRGSAPCVSARRQHPRLHFGS*PSQSMRTHSHPQLIQIFVRPDHSLLLQTCLHRRSKPRAPRTSGRQ*Q
SG*F*KCNR*GSRHPRSLWSLSRPCRPQADASWIGVVVDRVLVSL*REQRDCCVRPIRG*AKWRPDLVQNRG*TAPADQH
PH*RHLSQTSRLRQ*HSPSALFAWHLNDQRRECGLLVARLHPRFPQRGHAPLPALGACPKRHHGPQDLLP*HGHRVLTVN
GFALPAAPMGRTLPQMRRVLKKVPPRRGTARPNYAHP*DPWQGLAHDFPSARISFH*EYQSHGVKLDTVCHVSSSSPKQQ
GLAQGGVSVPLGTYEYETTSAQPDCFGNSELSRWQLDVLHNSLVPYRNVKSLS*ILS*NVSTIW*SCSLETREKAISALL
ERPLHEANSCSTSRKLQSMTFRTSAAVRSNVKRLCSLQNVG*MFVCKDDVVEVVLFCVWQGNATFRLWLDQVIFLLDLSL
LILSVSGCHLLACSCCNFFHFQALHAFDFNSIFPSGQRVQDVLLKFLLGLPFLQQALHSFLPVAFAFFFFFIYLLLHGLF
HFLAAQSSLCDSRLVLFPILCHPRLCLININIVSEIENDVFDLFQVVIVQSEIFKVLFSFVVRT*DSFSHPHFLFDFQVI
KLRVCDLILTQDLPTFRTRWIVSPEDAFFTRLTKSVATPSKKKLKIWVQIALRTLAYRTNVLFFELRLHDPLSTQVKLSR
TSKLETLI*ICLTCL*HNILHE*DQNTSNYIYHQQPL                                           
>Contig5291_Corallo_2_fr5                                                       
CTDGFWRRNYSLLSFDFLLRISERSDFGAVRIQLSHGLFVS*HSEITSR*RCLGLDRVARERTSYVTETTESEYMQETEQ
FEAKGKRTLWFVNLLRTYHVIRNC*QRWQAHETALYELGALDQPQIRMSNQPGLILFGDFTEEETVDLLTRQVDEECVIS
SEEEHEAQDESWRVETPEHRQAEHSSVQTQPAKAKAKPSSWAALVKPSSGNRSARDGAAESTPTVDAETKKKHKAKLSHV
GDKLLTNEIDFQTKTIIQPRGLINHGNQCYFNGILQPLLVIRPLYNLLKSLKLDFPALPGSTANDDGSGALPLSRCLVDF
FNQFTVIKNERSVQSFIGPDLSPAEVYSIFAELNPNATVTGRQEDAEEVLGFMLHTLHKEMVALMRQGTLWPKYAVMADS
AQNGGGGQNGHVMPTSVAELDEERVDGEWQSARDKGGSSTTIRSSGNSRKPRSRHTSTASNGSTSVSYVTGESEALEWET
VGPKGKSHVTRRVDVEESPIAKIFGGVLRSTFRLPEKKPSVTFEPFHSLQLYIQSDEIRTLEQAMAYTHRKEVIEGYMHR



GKASNQATKQITLEELPPILIVHLKLFVYDVASGQVQKLCKDIEFTENLEIPRSCVSQTSLAKDIELRYQLFAIVYHHGI
GAHDGHYTCRVKQATGTWLDMDDRYVVDINDKEVTRHRRDRNVYLLMYQRVDTLL*IHGDIT                  
>Contig7174_Corallo_2_fr5                                                       
RLPRTSIELTQSRTKVAGVQNLGNSCYLGAVLICLLSLRRFTKAMQQSALVRLMEIRDPKRVQGRIFWAMLDLIVDREEN
TNMVSDPSVLKSAVSAETGFAVGDEQEDAHEFLLVTLDALSKEIDDLCGEIFQTTSKHISLTEVSSNTSVDYNIPGKNRK
ENRLAQSDGHRVKVVHPVHDVFETTLEINDECLNCKHLNVNTESRPIFSFNPPQNYKEHRRKHLAVTINSCLRSSFQPEE
IEKRCDHCGHAKARRWERISRMPKVLILHLKRFMHSKQWSTVTKIHDKISVSYQLNIRSLITQSNKRHKAESKENATGPI
QRVSGDKYKLKAVVRHMGETVSVGHYVADILDGHHWQTYNDSIVNESRVQHNRGLAPSEHDRATEGYLFVYVRGERE*LN
LSATSYTRLSHSQHNLLSHHITHCLGGLTQQFQKSQNNY*LNSHLRFLREVRPCQ                         
>Contig1275_Corallo_2_fr6                                                       
FIYGAHICSSHLPHDSNCKETSTIVVVGDNNVR*WFVYPALIYRDQFDHQ*TSKILPQDSHAIQQRKVNLDTVQYTTVTV
APNVHPSRALDVRKGRGGTRAAAAGTRSPPSVRLRSSGKKLSTQNKNTTTVDKESLSATANNRNELDSAATSGAASDEDS
GIYTDSNMECPHVQVALNPRKILPILSQEDFAESAKCQKCGTMESVWICLQCGRVSCGRYQKAHAKHHAESTGHCLVLDI
HTKAAHCYKCDEFVVNDTKEGDIDRLRGSFSRAGSEEGADSDREWSTPTPAPAQINDSQAMLVSGYHGKEINPRSALCTG
KPLGLHNLGNTCFMNAVLQSLIFIRQFRNFFLSHADVQHGIMGLTSSNNGNRNSRGNIASAAAAAAAAEYAGRAESASSL
LGTQSLDALAEESSSRGRGRRGRSGSPGKRAALAAAAAAAAAAMEAEQISASWPNGASNGSMNDKQSTEMLSPMRGGSAN
RGRRGKRKFSTTNEKGEVILAGEVQKLLNDMVSLDVRADTSALSPQEFFQAVWATVPRFRGYQQQDAHEFLRYLLDTLHN
ELSTMPDGTQGPTKKYKTRRVASLKQSMIKEVFQGQLLNEVQCLKCRHISKKYDLFLDLSLDIPPEYHSRKTHGTSKCDI
EGMLSRFCEEEMLDEHELYECGNCKRRERCVKQFTISELPPMLCLHVKRFRWTSARSKIDTFVHFPLQGLDMSPYTTTHA
SGSSSSASGGKPIRYDLSAVVVHHGMGMGSGHYTAFAFDETAHGGAGQWYSFNDNHVTEATEDQVRHSKAYILFYKKVD*
GCFRVAHGHV*KREHAITHAHTHTHT                                                      
>Contig4177_Corallo_2_fr6                                                       
FRRIAAVNMCL*ISTTVVNNLHLSTSLWGAEEVRARVEGSV*DPLSDHLGLSRAFLPFLASLRFIGYTRQNHNSVENPNS
GRVLTVLRQ*WTLSVTSEWKSSTYGSH*SHE**CHIIETAQTIEEWQFRYGLITM*SNESETLEHSGTSTKTETMVDPAL
ISQFMDLTNQSRENAVKALNNSNGSLETALDRWFTHQSLGTAPSGAGDGGNSLSLIPHPTENKTVTSSESKSDFMLTDPG
GNGPRSQPGDYANDPDLMKAIEASIKDSNAGGRGRANSPAPPSMSHDNSIDPDNNRDMATVPIGLRNVGNTCYVNSLLQV
YYSLVPFREHVMRFRSDGSSSSRQPEPPKRGSMGDEIVPSTSLDAMEVMSSPQSPKRRRGDDGEVADSNTVSSSNAMDTG
EGTSDQKATKPEGSSTAPPHRRRTITEEEKKRSVILMKKLQKLFVWMKGSMRKFIDPTFVLDSLVDDTGKPVSIGDQQDA
LEFNDLLMNRIEEAEEREGNESPNIEHPVHQLFYGTSEAITQSKTSQKGEEEKGIIEEFLQLQLTLQNNPVDLYDCLDSF
TEESLVEDYMDEDGNAMYREVWFNTLPPIFTLQLVRATYSAETKGVEKIHDALKFPKTLYLDRYCRKLRTEMRELRKQKA
VFKAKVQILEKTVAWYNSYTVPQNDQSEDVNNCKIPIVEALQASSSYLTALSEQEMLSALPSDSTAMQLDDQGKNQAREM
AKALEEHATHARKFLERTEVEIKALRQQMTNLFAHLRSEPYELHAVLVHGGQAGSGHYWAYIRQWLPGCDADGLPFYKWF
EYNDINVKEVPEDEVFRYSEGGLHRASSAYCFVYVKRNVVLNALVQDPDTLAPTTSAVDASANKEDVIHIDATPRDLNSS
HYLRQSVIQMDGIRVDEAILRELEEDNRKVVAAKNEKQEQITALNRYKNAQLRKNAGIDAQQESDFVDFCTRVWNRLPSE
ITGQSTAQREVMGWQLELVDPACCSVAHYALFMEADGDDYRQILPPIEQNPQLLGLKTMAYFVAWEGEAHAFAKNLNQAS
EERIRILNEIIEDSGLDMKFERAEGDMRDAVSGYYKRYVAYRKVVAVMLRGYKAVDGSNLEQAVGCAYLAVRQANDAKKV
PKTSTVLRALLLNLCIQAFVSYCQELLIDVMNVQSITAKERIVTQLMAVHDMSKWCVEYFRRVDDLPSEESTFADVIVNK
IQDCLEKEEHNLDEPQLVRLVTYLAEGEASEGQSHLLMGMETEMRSKYGASADPRTDLVKPLRSIVTASGISVMNSVVLQ
PAMKDVDGAATASGAESEDKEGAASGGQEEQSTEDPPPYIAAHP*V*QYNKCEYSTILMRDVRVRKMR            
>Contig4817_Corallo_2_fr6                                                       
QEFCTFLLDGLHEELNLAEPDRHPPIRSEDYDFPPDWNAQKIANHLMGLYMRRHCSRIMDVFVGQLQNRLKCGGCGHMSI
MFDPYWHLSLPIPAAHGRVRLEDCFAKFLEQETLTGDEKPRCDKCKERHTSTKQFALWSFPRILVIHLKRFTQRGFSRSK
LSTEIKIPRGGILDLTPFSSATATGEHSENDMDAPLYRIYAACCHIGGLYSGHYIAKCRDQISGQWYVFSDSTVSPCGND
RGTDSVLDGSEPYLLFAERLYSDSPRMRAQPPQSALLPPDDYRLR*TRQ*SQPREIRHSW*SNQDLFNGRHHHH*QSW*V
LWLFVMPMPVSPSTLHSFE                                                             
>Contig5225_Corallo_2_fr6                                                       
QPAESFVTLAAVVP*LETEKANLFRQSLASRFLRNVVSGCSLAKSIENCVMNGFERTVLAVFVGGCVAAAIYITSGRTVE
DLLRQWVPSPSARRRHNARQRLEAEERDSTQSDIHLSKEQTLGGPLEAAIGKLGDTWAQVKKNRLERERIVRALPLGLHN
SGNTCYINGVLQIMAAAEQLQPWIFPEDSVCRDITRKPVDTGGDDGDKICNGLPIGSHEQFSSRKTNTTVSKLLETICDT
LHADLSTVQSKRIARRRLERALDQFLAALAGENRVLDHGQQDALEFLQYTLAAVMQDRNSVRSGNGTAYESVVTETSERD
SNQSLPSTSPSTQNGLGSLLLTTRDTDGNCRYTSKVLIRSGPSATIKICGTDGKQFIDRPPFVGVIAHTLRCAGGNQVQA
ESTGTLCRHASQRLETTTTLSVLLPNPRAVEIALEACLEHWCAAEFIEDATCEGCGRPGGLFKDVRYQSLPELLWIHIAR
VYYSMDPGADLDMMHGFKSGTFVRYGEYLDMAPYLTQLCLNANIPEPASPFGDLQQNQRRRQGVPPHPYRLIGVLVHTGS
SGNGHFVSYVRCEVDSDNNLDGNDNQGERTHNYGRNSHHAWAVCNDDRVRESSLQEALSQQAYLLLYARDTDL*IRLRTI
NN*S*SVVLKNHTI*TKWCLVKTDNKGILS*SNSTGCTHCSLAPLGMHWLAPTLTVPNGTACVLKLEPLLHVVGMTAVAT
TRADSDHSAHLGQTDRAGNPPTGAAAVTILALMADTAFTAI*RRCLLLSAMLRRRCTLRDHTRLGRPFV*RRG**PDGTT
CGIIPMVLSQAGSSA*PSSV*HASAAILRRGTE*DVRIRTRPGSCAV*ILQVRRHGHTSTVRERVRPGKCWKVAVIRVGP
KRRARGPTAFVSGSGRGQRSTLRARQGALELNLSVV*HTRRYVLPELCRCVL*TPAVKNIGISDHIRREVVTKPIVD*AS
VGRRHWRIASLRHYHSRVAKLRRCLLLNSIVISEQEEGCHGNGLHVFRFYELLHELLQQGPSEWMLRPLTENLLSGRHGG
NDWLQFAAVDRSSV*IMRRTALWVATSFVTSCTTDGSGCTGGRWYAPGAIHQWGPRTKKTVSTVAALVHIRERVHLSEGD
PKASTCPGRIRRENKTRPTGITSGSNTTTGARFRD*IIDSWISYFLQQRPKLTCVAPVELQCNMGIFFAEFLCGPTIQNV
AFGQGFAG*EQGTQILRTNQSAPGDLNVFAVRLDDTIVINAVSVTIVANTTTLALTVCYAGKFTRFRQISPVAAGALAHS



EARVLANHQGACGTATGARLFGVQWRFPWT*ACRAAALWQFQRFAEIVL*FRASSAPAIFFSVTKSFHGRSLGALQKSVW
ASQYGFRWDCLIGANRCFLAFSAICSVLDDLLVNFHVKCFLSS*LGG*TRTTCPLRSGLSTVGSGLIQALLGCRFEIPKG
SPAKSSRFTNVARDRSARAQRSNCVAPATDR*LGTGLQVHW*CTTHFPC*RLIAAAVVELRQSKHASARIFLVRNQTSQE
FRQLIVRPRQGQRTAT*SKHGLVARR*GVPV*QLASGRKKGTAESREGHTFIRC*VQVRWQRSCGSELRFLSGRFQFFHD
DFQTMRQTRSPVPSALRGTFLNPFLK*SEIDTRCGYLVAEDGLCAGFRVRHRKLNTQSC*QRILTARNTDDARPGLGVGL
LRHHTWNLNINQLQFLPEHVPGTG*TLTIRANF*AGLIA*VFQRSRHSIVGHVQTGILQNWCRSTNGCTGESQFGIIVIR
DTKGRSLV*SHRVRSGIFHQSSFCDLHEVILSTVCLLQHLQCLCYIPAPDGTIFAQGHQLPCRTAVHVVSRQRPPACITH
NVRVALQELHRWTHRGQIKQYHRIVQPLWVHSQRNQPSTYRGIKAPQHSGLDLHNALGVDSIKGAPEFDGLVFTTCHELM
ITLIRPIDAIDLSVVRCDIC*WCRRSPDIPDSDIVLAQSDESVAITSVPDRFGCSVPAPQS*NRCHTTFHDAFCIATRFR
ALRWSENR*SFGTGVPEQNAILSFFAARHHQ*RFQSIPVNRSHRSGVTVELTYTLSQLTIEFSHMGCACLCIAATGDHIC
FRCLHVPQ*DHIINCGG*VALIVCTFGESESCNITP*FLLLYVAFSNNTSLS*LYDLNLVALRDGDQISCGAAGQRRSIA
VEINHPVVTSLCRRRIS*GRKVQAMPRASCAHVHRDTTPVSPSPTPFGLPDGLGFLQQAPALCFLDSHAPVTRGFFLVRF
SP*VCHCFLSTLRSICKCARARALCDPVQVIIL*LDLTWDPPNLLHSLYMN                             
>Spom_NP_594208_1                                                               
MATVKNLRIGKSPNRLIQDLDVFDSPSAGWNDPWSPHSSRYHWQLHSNLGESAVFDENDFWCVCQKTRKHLHVKVRRDRG
KPLIEEPEENYGIKDRIPVYYEEEELPEPHVTSPTKSEFATTSTCMKWSSKTTKSEIEVEWRDSYLDANCIKEIIDSRRP
SFASLLTKKSSSHQGSSHSSQPSLFTTFTSLELFLRNVLVHNDQRAISAAPEGTFERHVGKGRQIQSLMKSLLFEYHHEN
VNYVPTIADAPLTDEQKLNLYLARNELIVLANHFRDTKEDPAIVANPFPVRLARPALINAFGVPNYDSVVPMYTTVFRDN
SASLPDDPAFIALGITNDYPDSFVRYFYEEQKKNDEANVRVYADALAHIYNLRKSSFLRDLIAADRKNGIVSSDVIQAAY
SSLGLEAEVGPDYRYSQEKIFEAFHSALLRKPEFARAIRNDLETIGYARKSSEILNYVLSTEQAFYTVNEAYQWLGIKSN
TEDAMVASVALVKFEDDSDKAIEAVKWIAEERNSSILYDFLASQGRPSNKKPKEVPMDEDLAYNTLGVQDRALSDDVLIN
VYGFAVEDHPEQSDTLRAALKCIGEVRNSRLITHYLEHGNLDIPPEVSSLDTPIGLENTGNLCYLNSLIQYYFIIKPLRN
AILDIDENKDLNMIENKEAVKKVGGRIVTRIEFLRALQFTYELRKLFIELITSKSSSVHPSSVLTYLALIPLTLDQVKSG
TSSVMDLSSSRELSNLNERSITIDPRAEEQAQGLEQEQGQDEAKSPAEQSSSVNLIDFPMANTNGESQTQPHYFEVSEEE
INSSMDLGRQQDVLECIDHVLFQLEASLGRISNSEDRLGSDNDLIRRLFSGKLKQTLNDASQGVRSNYEIFSHLIVDLFE
EKQTLYDALDGVFETVNIDMGSETAQRSLCITELPIILQLQIQRVQFDRTTGQPFKSNAFVEFGKELSMDRYVEDTDGKM
APLLQRYWDLKREIINLQKRQQLLLTTNSNLMSSVDTLSILSKWAAQQQDSRLPINPKLPDILQEEINNVVAEVDMLKKQ
EASLKEERTHLFDNYISHSYDLLAVFVHRGQASFGHYWTYIHDFENNVYRKYNDEYVTVVDESEIFADTTGNNANPYMLT
YIRKEYRHIIECVHREHNLLL                                                           
>Spom_NP_594117_1                                                               
MIPIAIRWQGKKYDLEIEPNETGSTLKHQLYSLTQVPPERQKVIVKGGQLKDDVLLGSVGIKPNATLLMMGTAGELPTAM
PIPAVESVEQEESEDDGYPSGLINLGNTCYMNSTVQMLRAIPELSDAVSQFNSSGGLVAEYRTLLNSMQSNAPVTPMRFL
QSLRMEYPQFAEMSRETGGYAQQDAEECWSFLLSVLQRSLSSEWVQKNMAGKLLSTMKCDENEVQEQPSISHDTFLSLPC
HISMHTSYMTQGILEGLTQKISKHSDVLNRDAMYSKISRISRLPNYLTVNFVRFYWKASIGKKAKILRKVKFPFELDAVE
FCTPELSQKLIPVRDKLREIEKNDEEHERAAKRIKIQPSEDEKEAEAECRLTQVATCQSLVDPELADDEGANPTGLYDLV
GVLSHAGASASSGHYQAWIRNSNNRAEWFRFNDAKVSIVPAEKIETLDGGGEADSAYILLYKAKDIA             
>Spom_NP_596528_1                                                               
MRDLTSATDSASLESDSSRNQFIINSLLPWYSCSEHEFPHRKARKRRSPKNLDWSVSVQMPLVTSKTKESEKSPKSWSAI
AKKHVQGDSPVKKSHSVPVPSDRSEKKSFNSSLGELIETYSPSLDAPRPIQPRGFINTGNICFMNSILQALMYCVPFYNL
LKQINRMVPYNFERTTPLIESLTMLSRDFREYSEKFDLQGDSILPEVVYSATKGNPRFEMLQTGEQEDAEEFLNLFLDEL
HEEFVRERRHYLLKNDERNPKSDIKISNGIKSGLDSFDDQSSVEASGWTEVGKNKKPVIARSATVERSPISQIFGGQLRS
TLRVPSARDSVLLEPFQPLQLDIQAEDIHSVIDALEHMTAPEILPEWHSSKGNVTATKQMYIESLPPVLILHLKRFFYEA
SGGTQKNYKPIAYPARLSIPQNVFSPSVRGSIHPEYDLNAVVYHHGTSASGGHYTVDVQQLDKSGWFRIDDTHIHRVPIH
DVENSELSADPSLSKLGHGDRVAYLLFYTRRS                                                
>Spom_NP_596207_1                                                               
MSLLRWMGMNSPGSTDRRKSTWEAELPKPSIRPETLTDRFYGLTNYGNTCYVSSVLVSLYHLKPFRDSLNSYPLPSAPPN
FKSVCTKTNHPESSSSRHSKKKSMENRKSSLYGSNGINSCGCVDISNVGSESGTKHQIVVGESNCSAYGMKENIYTCLKD
LYCSVSCCDCRYGICSPERFIQVLRRDNEAFRSTQQQDAHEFFNFLLNSVTETLDEYYGNHSDVMHPKWVHSLFEGTLTS
ETKCLTCENITSRDESFLDLSIDIENHTSVTSCLRSFSASEMLSSKNKFHCDVCKSLQEAEKRMKIKKLPKILSLHLKRF
KYNETQEGHDKLFYTIVFTNEMRLFTTTEDAENAERMYYLSSVIVHVGGGPHRGHYVSIVRTKTYGWVLFDDENVTPVNE
NYLQRFFGDQPGQATAYVLFYTAADEEDDDVSEVDTKESIKPMSIPSQLKQESVEVSNLSSTPRSNSTITYPDMDPMVAS
FSSQYSHKTLDRDINSRSYFDREPSLDAERFHSRSVDASPKAVRRESRSFFPSLTRKRSKFFGSSQSNSPKDSPLRDTHK
SSDEHSESKHSHTLPWQFSRSRSKR                                                       
>Spom_NP_596085_1                                                               
MSCPHLTETNVVIPDNSQVIYREECVRCFNSQDEEGGIDLCLTCFQSGCGETGLKHSLVHFEQTLHPIVVTIARQPKQKI
NDEPPQKITKLEIREDSDEDLYDYFYVPKCLVCNIILDIQDPLLSLSLEAMKNATKASNKSQLTAWENELTTCDHIINLP
ENETYVTNLDNATCSKCDLAENLWMCLTCGALSCGRKQYGGGGGNGHALSHYDDTGHPLAVKLKSISPDGQADIYCYSCD
EERIDPNIKTHMLNFGIDIAKLNKTEKSLAELQLEQNLNWDFGASEEDDASKRLFGPGLTGLKNLGNSCYLASTMQSLFS
IKEFAIHELNLFNTYNSVCQTPTTDLQCQLGKLADGLVSGKFSKPSKIGLLNNPSSSILPYQDGLRPFMFKDVVGQGHSE
FGTSQQQDAYEFLLYLLGKIRKSSIAKTDITKIFDFETEQKLSCLSCKRVRYSSFSSQGLTLTVPRVKIGEIEGEQIYEE
VSIDQCLDATIQPDQMEYTCEACKSKLGATTTTAMKSFPKVLILQANRFDLQGYQVKKLSIPIIVNEDGIYNFDRLMAKD
HPNDEDYLPEKTETIEWNQSAIEQLQAMGFPLVRCQRALLATGNSDTETAMNWLFEHMEDPEIDKPIEVSELLPKADSSV



SEENVQSLCEFGFTVAQARKGLLESNNNIERAVDWILNHPDESFEEPPLEGSDSSIKNENMGSWESTNVPVNYNLKAIIS
HKGSSAHAGHYVAFIRKEIDGKQQWVLFNDEKVLQVASLEEAKTTGYVYLFERLD                         
>Spom_NP_595732_1                                                               
MDSSKIYDFLKSAPFHPSMVICYSLERYFEDVSLAYKLYSMLRSLKLDPHFMELANPKKVDSSLSYENYQPIGLTNLGNT
CYMNCVLQCLFACKDLTIPMLQGRGLLQNINTKNPLGTGGKITSAFFSLLQSVLLNHGQRSISPRNFLEIVQSLNRDFSI
DGQCDAQEFLNFFLDKLHEDLNSNASRSPIAPLTEDQLSAREELPLSHFSHIEWNLHLRSNKSIVVNNFVGQLCSRTQCM
TCGRTSTTFAPFTSLAIPIDDVSHVVSLQECLLKFSAPELLQGHDGWHCPVCKVQRSAKKVIMISKLPEYLIIQIQRFKI
SVMGRKKIDTPLGLSLQIPSKMLVPPSFQSGIGYIPSNYNLFAFICHYGQLENGHYISDVLFNNEWCHIDDSIVRTVGGI
TDLREDFSSSYILFYKRSSLLEEFEDKCPKMTLKRNVK                                          
>Spom_NP_595689_1                                                               
MSTTPLSISRAKKYKTVFKGAAILTTFAALYIVTSPSTGKRLVKNASIKGLYNVSGNDCFLNCVLQSLASQESLLEILKL
RCSSSTLYATLYELLQKLNSGPGNPITPGSFLNSLEIATNKKLVRSIQQDAQEFLQHLVETLELQKPHTYKWSKVLSFPV
DSPFIGTMEQKVQCCQCLAISISYSTATSIQLCLPPEYSGNSNVSLLSLMEADREQHISDYKCDSCFKSSPKHSKTSCIR
TVDWKNPPTILQIQLERTSYTCQGLTRNNVSISFPSKLILKNKHHYILRSLITHSGSVTYGHYLCYRLQDDIWWKANDSL
ITKSSLNEALSQTRSACLLFYEMESPLALD                                                  
>Spom_NP_595341_1                                                               
MVLSNVDAEEVNMDSSMELEESSQEPLRADNYEEIYNSLVHHEPDLEEAAHASYSWVVKNFSTLEDKTYSPLFKAGHTTW
RIVLFPKGCNQTEYASVFLEYLPQCKVEAIRKYEAELAAGKTPTIDPEIVNDETYSCCAQFALSLSNVQDPTVMQINTSH
HRFRSEVKDWGFTRFVDLRKIAVPTPEFPVPFLENDEICISVTVRVLQDPTGVLWHSFVNYNSKKETGYVGLKNQGATCY
MNSLLQSLFFTNIFRKTVYKIPTDNDDSRDSVAYALQRVFYNLEKQREPVSTTELTRSFGWNSFDSFMQHDIQEFNRVLQ
DNLEKKMKGTEVENALNDIFVGKMKSYVKCIDVNYESSRVEDFWDIQLNVKGMDTLEDSFRDAIQVETLTGDNKYYAEGH
GLQDAHKGIIFESLPNVLQLQLKRFDYDMLRDMMVKINDRHEFPLEIDLEPYLSETADKSESHVYVLHGVLVHGGDLHGG
HYYALIKPEKDSNWFKFDDDRVTRATIKEVLEDNYGGEPAGRAKGYNGNPFKRFMNAYMLVYFRKSRLDHILSPVTAEDV
PFHVRNTLDEEHRVVERKLLEREEQQIYRRVRVLTTDGFKKYHGFDMTDFSASDDDPVLITTKIKRNANIWDLQKHLAGL
LNRDTSGIRIWLMTNRQNRTVRVDLPLDKKTILVDQICDMHIRKDMDMRVYVEFLSEHNQLLADFGATDDNDFDTYIFLK
IFDYETQQISGLADLHVSKNSPISSLSEWIREHLKWSSDVPITYYEEIKTGMVDVLDPNASFEKSEIQVGDIICFEKKLV
HDSSSDTSHPYKSALDLYDFMAHRVVITFEPRYSDDTNNGVFDLVLTTHTNYTDMARAVANKLNVDPNYLQFTMAHLPSR
TPRSVIRNPSKFTLQNAIPSTYSHNQNVVMFYEVLDITLSELERKQLIRVHFLSNGISHETQMEFYVDKEGTVEDILRQV
TQKVPLNAEDASRLRLYEVYNHRILKSHLPTDGIYDLNEFSTAYVEVTPKEEQMQLKTDDAVSIVVQHFFKDLSRLHDIP
FYFVLLRGETLKDLKKRLQKRLGYNDTQFSKVKLAVLQAQSFGKPYYLTDDDEVLYGELEPQSHILGLDHPPANGSAQYH
GMDQAIRMK                                                                       
>Spom_NP_595305_1                                                               
MSENKDKNNILKRHIEEDNNIDNGKRKKLELGKDMEDVHDIASKEMEEHETTPIISQNLYLDTINRKLLDFDFEKVCSVS
LTNLSVYACLVCGRYFQGRGPSSHAYFHALTENHHVFVNCSTLKFYVLPESYQVESSALQDIAYVMRPTFTKLEVQRLDH
TPQLSYDLMLKPYVPGFVGMNNIKNNDYFNVVIHMLAHVKPFRNYFLLKNFDNCPQLVQRLAILIRKLWNHKAFKSHVSP
QELIQEVTVLSHKKYSINEQKDPVEFLSWFLNTLHNCLGGKKSTIAKPTSIVHYSFQGFVRIESQKIRQHAEKGEQVVFT
GDRVIQTNVVPFLYLTLDLPPKPIFQDEFEGNIIPQVELKEILNKYNGVHTQELAGMRRRFHLMTAPPYFIFHIKRFMKN
NYFTERNQTIVTFPLDDFDMSPFIDDSFIQSNPKISTKYNLVANIIHESVTHAEEEFHNFRIQIRNPSTNKWYQIQDLYV
EEISSDMIRLGESFIQLWERSS                                                          
>Spom_NP_588530_1                                                               
MDSLSESSTSSYHGKRPRSLSEESQSSSNMDDISQKSISLGDASEISKNLPSIAEQKQLIGELVNNQPELELGQVDNYIL
SYSWYERLCSYLAEDGPFPGPVDQEDIADLETGTLKPDLQEEIDFTIISRDVWDLLVRWYGLKGPEFPRETVNLGSESHP
HLVVEVYPPIFSLTLLSTNAVDANESHKPKKISLSSKSTLEDLLEGVKYTLSLPSDQFRLWRVDTDQPLHRTIDPSSFIK
INSKEIIDFLEKSKTLVELGMDSSCSLVAECMINETWPVDRALRLQFLIQQRNNQSSNEEQKQEKRVPGTCGLSNLGNTC
YMNSALQCLTHTRELRDFFTSDEWKNQVNESNPLGMGGQVASIFASLIKSLYSPEHSSFAPRQFKATIGKFNHSFLGYGQ
QDSQEFLAFLLDGLHEDLNRIYQKPYTSKPDLYEVDEEKIKNTAEECWRLHKLRNDSLIVDLFQGMYRSTLVCPVCNTVS
ITFDPFMDLTLPLPVKQVWSHTVTFIPADTNLTPLAIEVVLESKAATIEDLVKYVAEKSGCSDYRKILVTETYKGRFYRF
LTQLSKSLLMEISEEDEIYLYELERPYEDGSDDILVPVYHISDDSTNSANSYMSSRDFGHPFVLQLSDNEVTDASFISEK
LKLKYQQFTTLKNLKNIDSLESLELGHEDEQVQKGPLDVDMDHSQTPLFEMRVFHDRFEKIPTGWNMSVSNLPLLTERDK
KDLESTVDPLDAHSIEEEDDSEFKDVAPGSYPEPSKSNENTKLTAKENDRLLIQGDLLVCEWPEKSYQFVFSVAPSSPQM
GRSLWLESKTILSDKKDDSEDSRTITLNDCLDEFEKTEQLGEEDPWYCPTCKEFRQASKQMEIWRCPEILIFHLKRFSSE
RRFRDKIDDLVEFPIDNLDMSMRTGSYKLSEKENPKLIYELYAVDNHYGGLGGGHYTAFAKNPDNGQFYCFDDSRVTPVC
PEETVTSAAYLLFYRRKTS                                                             
>Spom_NP_588211_1                                                               
MVTGETLVDSQKSLINNDTLLNEKLKEDFEENVSIDVKIHEELRRALPDYEESGFQRFTWHIKSWHELDRRAVSPQFAVG
SRQFKITYFPQGTLQSAGFTSIFLEYIPSEEEKLSNKYGCCCQFAFVISNPRKPSLSVANSAHCRFSPEIVDWGFTQFAE
LKKLLCRQAPDVPPIVEDGALLLTAYVRILKDPTGVLWHSFNDYDSKIATGYVGLKNQGATCYMNSLLQSLYIIHAFRRI
VYQIPTDSPQGKDSIAYALQRCFYNLQFMNEPVSTTELTKSFGWDSLDSFMQHDVQEFNRVLQDNLERSMRDTKVENALT
NLFVGKMKSYIACVNVNFESARSEDYWDIQLNVKGMKNLEDSFRSYIQVETLEGDNCYFADTYGFQEAKKGVIFESFPPI
LHLQLKRFEYDFERDMMIKINDRYEFPLEFDAKAFLSPEADQSQNCEYVLYGVLVHSGDLHNGHYYALLKTEKDGPWYKY
DDTRVTRATLREVLEENYGGDYIMHPPFRSPVKLKRFMSAYMLLYLRKDKLDELMNPVSADEIPEHLKEALNPSIQLAEL
RRKERLESHLYTKVQLITPEFYSEHHEFDIADFGNAYKEETIPQFRIKKEAKFSEFIPIVAEKLGYPQECMRFWYVVKRH



NCTVRVESPVNELNSTMEEVKNVWNSQGEILRLYLEITPENELSSSLTHQNTGEWNAFIFVKYFDRKSQEISGCGTLHVN
KSDEIRSICPLLCERANLPKNTPLNIYEEIKPGMVDFLRLEKTFTQSELSTGDIICFEPCRPSALEDDIVNSGFDSALKL
YDFLSNKVLVLFRPRFIDQDSIIEFEMLLDRRIKYDDLCIELGQKLGIGADHIRLTTCNPLTYSAGMVVPNDSNITLYEI
LYSSEEEMPSNVIFYETMDVSLSDLDRKRLVRLRWLVDGLANIELVEAYINKSGDINDLFGAVCERFPDSDLRKKKVRVY
EVFESRYHRDLSLRTLIRTINPAATLVGEVVPLDQLQLYPEEKIVQVHHFHKDIARIHGIPFSFVIKPQEKFIDTKLRLA
ARTQYPESIFSVIKFCVVDFDNNRVVYLNDEDITYDVVEKLNGTLALDRAKKDSKKPNILDRAIQMKN            
>Spom_NP_587999_1                                                               
MASTATQNASTRYSQIWIDQPASLPFQDSINLIKEDKEKWKKEKTAFLIDYDWFEGYVDFIYGEGDNPGPITQWRLLDEK
NELKHSLEESIDYSIVSASLWHMLVEWFGLEGLAIERKVLLVGLAAEQKPFVDIYPINFTLHVLFDPINGENTSYSPLYQ
IDEPYHSDEPYAFSFSRSDTLRSLYKQVMEAFQISDGTSFRLWYLNKSNLSSRFVSLSEFNDQPAIALLSEYAVCMTIFE
IDIADGSLLLEFQHPNGEWLSDSITKEQNLTINKEIGLCGLYNLGNSCYMNSALQCMIHTHELTKYFLSDSYEKDINYNN
PLGMMGKVALSYASLLKMIHHTADMHSVSPSSFKFIIGEFNTYFSGYRQQDSQEFIAFFLDGLHEDLNRIQIKPYFERPD
LFDEHPLHVQRVANQCWDIHTKRNDSIIVQLFQGMYKSTLECSICYQKSTAFDPFMYLTLPLPTSAKWRHKVVYVPPFGT
QSPVELYLELLMESTVIQMKFQATEKLQKMGLECGELTACDIYRGKVYKVLKNKDKISKKIHKWDHVVLYGSTANGLTIP
IVHGCKRPAMPGSYQSNDVFGFPLQLNVRSRNVLTNDLVKEIVELYRVYAGIDVAIGTLQLGLKRMESKAGKWECIKEIE
VKRFEIVEEEEIVIDDKTVIMCLWNDQQYEKLFYNCEWIFEKIQFHMESITLEDCLLEFSKPEQLDLQDSWYCPGCKAFR
PATKRLEIWRLPKILVIHLNRFSGHGGDLRRRRKRRDLVVYPVFDLNLKQFLSPFIKDHEWLSSQKSMLYDLYAVDNHHG
FMSNGHYTAYARDASSQTFFKFDDTAICEIDPEDIVTSSAYVLFYRAKN                               
>Spom_NP_587805_1                                                               
MSLATLQGQSLDFAVKHSLDDLLKNPVRFRPAVVSSPSVPEGTYTVLNNPKQSTVSRKSFSAPTSPTRNKRSGSSSQEYK
KSSGTRGDGANDFVDEDPAFIPPARILFPEEKLSMEWDNIMPNAPGLVNLGNTCFMNSVLQLMTQTPPLVQYLLSGQHSL
SCRMNACVLCRMEQHVARAYPNKGTKRASAFKPSGIQSMLKVISSHFRPYRQEDAHEFMRYLVDAWQKSCLQNHKNLDHP
SRETSVVHRIFGGYLRQQILCSVCKKPSNTYQALLDLSVDAKGSSLADSLKHFVHAEKLTKQNKYRCENCKQLVDASKQM
TIYRAPNILTIHFKRFTFNGFQSSKISKQISYPESFNLGPYMSDPNCSCWYELIGVLVHAGGSTRSGHYYSFCKSSNGVW
LKFDDDFVSNSSIDRVLNQQAYILQYKRKSTSSSKHKLNTENTVTKTSNKKRRKISF                       
>Tmel_XP_002841784                                                              
MPRSAVPASSVDSEVSLSLLVSLIIAGVFVVYNFLYELVGLPPLWELIFVMIPGLLLGPRARETLESAFGISTDCGLGIV
ARVRNRAASLVGGQLVPAGYSPDGEGLIGGLWNSGNTCYQNSVLQAMASLSHLKPHLALLSLSELEDGLTPSGALISLIT
DLNTLTSGPRASTPSPIIVRGTDNSGWVYNEQQDAQEFFQKLTGSLEKEVSRFLSRRKESAARGLESVRELEGVGGEEKA
PVSGADSDVTVAKDLRSPFEGLFAQRMFPPFSYLSLTKLPHKWSCSLEECLSEFTAIEKIPEVDCDKCTLLSLCNRLKNF
LEPPAGSETSSPTLQEPTRLEMQQRLTALARAIEEDNFSPNVPGVKISPKQKISSTKTKQTMIARPPPILVLHLNRSQYD
IMTGLTGKNHAVVSFPARLDLGKSGAVTRHDTAGGSWGLTVDPALPMSGRVPRWVEKPIVSQQDSGNANKMQQKDFIREN
GPEGVLYELKSVVVHHGGHHNGHYTCYRKLHNTWFKTSDHEVYVVEESAVLNIGKVFMLFYERVNNFHGNGSAKFGPNSS
VSGGPGTTLVANSCGGEPDYGIDEDEQHPKPNGATITPGKDFPPGSTSSSSTRSPEITPPASPKNPPELPIESSEDAHTL
VEAYLAALKTYTSLRGTITSTLSAGQVALSQVETDESIFETPTTPENGVEIDLGTGFRIHTFSPPAITEPATNGVRKRKG
EDKEASANESSTSTLSAPLKKAQGGLISVTATETISSALQTLQTLETRIASDSEASSLLKGRYKQRTQGIVA        
>Tmel_XP_002841488                                                              
MLLFRLHWHLTPTKNFYGLGASKVGLLLTLVPIFENIPVTVVNDRGVISLAARSLHFSIRRGLAQWNIKHAGFQNLSGFA
YTNRGTSEILVGGSQSSMFTVNVDRGTVIGEYSTEDDIKVMKRNPRAIVYGTGKGDVKLLDMNTFKVVREFPQAHGSTIS
DLDTQGNTILTCGYSPRQGTYHLDTLVKVYDLRTNRALAPVGFPSGAAFVRMHPKLSAAAIVASQAGQIQVVDIENPAAI
KLYHANVTSYITAIELAPSGDALALMDADGYLQLWGSPDKLRFTELMNPVEWPEPLVLPNVAIKDDSPLNSIGMPYYRDV
LLSAWPPHEIFNVNKMPQKIDADILAASATKTGYAPYHKRTPRYCIESTKHTDPPGAVPKFLSQQAKDKGSRNSGDFDDG
KLLYGDESRRQFEVPPVFRKVEIKYSKFGVDDFDFEFYNKTRFSGLETHISNSYMNPLLQMYKFTPLLRNLALHHTATAC
TKDDCMLCQMGFLFDMLDKANGQNCQATNFLKTFSSLPTADRHGVLEEDSSSGELLSSMIQSLNRFLLDQISMDQRTWQN
DSRALEEAITIGATKSQRCNICGKESRPLGDTNVTDMIYPPKHSKPVQSFSALVKQSIQMDTVQKGWCDKCQRYQQQAMR
KLVRRLPKIMVFNATTNEKSLTYVREHWSTPGWLPDEIGVLVTNGQLSVYQGEDLIIMRERCENLVTFDLVGFVAEITPE
EKRNTHLISFVNVAFSSTDRTEESTWHIFNDFLVTPVRKEDALDFAPKWKMPSVICFQARDPSNAIDNSWRNHLDTSLLY
IDYSFGYGYSERECKSLEQHEEPKPGTLVALDAEFVSMQNEETEVKADGSRSVVRPSRLGLARVSVLRGGGVDEGVAFLD
DYIITREPVVDFLTEFSGIHVGDLDPSTSKHALVPLKVAYKRLWLLLNLGCVFVGHGLLKDFRIINIHVPKEQVVDTVDL
FVLRSSQRKLSLRFLAWVVLREEIQLDTHDSIEDSYTALRLYKKYLEYSDAGVLEPMLNNIQIEGMKTGFKPPPRGFLAE
HRTDTPSIVQEGRSEANTPQPRGGVPKWLGA                                                 
>Tmel_XP_002840803                                                              
MPSAEEKSRREPSVEVADGSVASSEGNGGVIHIDATSTAVSIAPSTATTIGSTQPSSASATPVSSVSIPSLEDQAHFIIK
SKIETKPKEGDLGYIISGPWLNQLLAKFSDSGVQLTKEGAEGEIGLIDNSDLVDTTQMQGQAKKTSDDSTVEDSAVPEDF
VAIKPGILGDDFEILPEEAWNSLVSWYGLAEGSPVITRRAVNTSETNVPHIQYEIYPPTFTFYKLRDPSTNITKDVLDKE
KSQSPKRITAGKTDGFQKLLRKVKKLAGVDAARKIRLWRIIESSFEHDLEPASKSSRKAGLGAGGTIVIEEQGSDGEWIS
EKPTKSVKKGGQQVTVALNGKNITGGPVKKKASARPDSPSGSTSTAVIRSGFLNRPAERRDGRPLGKCGLSNLGNTCYMN
SALQCLRSVTELSNYFLCNKYMEELNPSNPLSHSGKVAKAYATLLGYIFSPTCPVSVSPREFKSTISRFSLSFSGYGQQD
TQEFLAFLLDGLHEDLNRIQKKPYIEKPESTDKMVGDGEAIARLAQEHWTIYKRRNDSVIADLFGGLYQSTLVCPDCEKV
SITFDPFMDLTLPLPVENVWGRDIYFYPSSASGGGLIKIPVEMDKNSSIKSLKEHLARKFNLDPKKTMASEVYKGKFFKH
YEDFQTVSETIRQDDDAFIYELDDVPTNYPPSKSKKPRRTGFYGPSYVFGLPFFIVVNRDEVRSFDAIVKKIIAKYQVLT
TRNFYESEASPSESETEEVVEVKDELEDINETEEETHDGFVDVSMKDASSMVGSDRKAVKSPRRPLPAGIEDLFTVMATK



RRSGDSAVVTGWQALETAFDIRERLNHVQSASPPRRKTSDYFTNERKRKGIHLEDCLDEFAKEEVLSEEDPWFCPRCKVH
RRASKKFELWKCPDILVIHLKRFSSSRNFRDKIDVLIDCPVTGLDLQERVGLKEEGKSLVYDLIAVDNHYGGLGGGHYTA
CAKSWIDGKWYHYDDSSVKEVGEQKVITSAAYLLFYRRRSETTLGGPRLNWMLSEPTDSPGSASSSRNTSPTRAGEGGPS
GDSSATVLPNGRSSGGGTSGLSTIYSTPGNSNLWGNEPPPSYSESSGMEMILMPGTQGSPTSSKAPTVGFSFGSRGGLLR
DSTDDGVFIGSLLGPAEHTDIPTDITVDDDEGLLPTLSDGNNDTAGVHDVTDPMEP                        
>Tmel_XP_002840736                                                              
MNNYTVVPAVPSSTQPRGRREGAVAYVPPPAVPMGLAPQRPAMQVPSPPVVVTSYPTLPPVHHVPQVVPPPPPPPPPPPP
PAPVQFSRPAHVELPWYSSPDEIFPARRRRRPLPKHVEISTKNIANVPDIPVDLQVQETPTAISRSQPDISELPTPETTQ
PSSEIGSANPSTPTSTAPPSASTAVVHKLVPALPLIPPAVPMIKPKAPKAAKPTEAKEAHIEPPQPTPSPETTTKAAPTP
PTAVAPAVPKSWAELVKTTPVKDTESTRVAVIQPNGTSNGKAGSITQILNDFQIRPTGSFTIPFLEPRGLLNTGNMCFMN
AVLQMLVFCGPFYYFLDRVAKEAAHSFKNETPLIDAMIMFMREFHATPMTAKQEDLDALGEPFAPEFLYEVIRNTKSFAH
MRRGHQQDAEEFLGFLLDGLHEEAVKMMMKSDGNGPSSISGDSSLDDTDESGWMEVGHKQKTATTRTTEISESPITKIFG
GKLRSVFHVPALKPSVTLEPYTPLQLDIQAPEVRSVVDALKHLTTPEKIQGDFKSPKGPNVAAKKQVFIETLPPVLILHL
KRFQYDNTGGTQKIWKKIGYPLVLQIPSEAMSQAQRAGPSAKYRLIGVVYHHGKSASGGHYTVDVLRQDAKNWIRLDDTV
IRRVRSEEVAVDVKDLGSHNIPDGEENDGWVNGWEEVTANGSGTANKGEGARYIGKDTKVAYILFYQKL           
>Tmel_XP_002840097                                                              
MENVVGVCPNFFIIVLCENHWLMLDSIFSYCNSILQCLYYSKPFRENVGNHASYGMEESLFSALKDIFESIVAHNSRTGV
VSPNRFLDILRRENDMFSGQQHQDAHEFLNYVLNQVIENVEDYQKKHGYKNGNIVTNSTPAKSSGTLTPVNASSAASTAS
LTSTSPTGWIHELFEGLLTSETKCLTCENVSRRDEQFLDLSIDLEKNSSVTSCLRNFSASEMLCERNKFHCDSCGGLQEA
EKRMKIKRLPKVLALHLKRFKFMENLGRFEKLHYRVLYPYHLRLFNTTDDAEDPDRLYELYAVVVHIGGGPYHGHYVAIV
KTEDKGWLLFDDELVEPVDKAFVRNFFGERPGMACAYVLFYQETTFEAVQREMWVDEQAAGVATRAAAEAAKTESAKSKG
YTNGVNGHSVRASSVAEHLPNLHSSSSSPLPKSETPINISDQHPAETAAKHPFPPVPSSVKSKKEKEKGDKKDKPEGYHM
GGINRLRSTSRSLRLSQALRLGGKDKDRTSTHEENGAIPDLPPFPVTPGPGPGLPVGDLTPNGVNHEKSDDEKSGDDSPS
GTEVPSAVESPKVTVPAVAPAKLGESPVEPKEEVVVPQETERGDKKENSKKKKGKKEKEKKEKKEKEKEKNKARHMSSFF
GLRKKASVAFHSES                                                                  
>Tmel_XP_002839472                                                              
MGSTTILNRPQAASALSASPKVVKNNKSLASSSAAPLTYGCNHIEKPLQGPTEGNKMRVLYGSATRVALDSSRAHAQTCE
KCKFLITRTFLCMQCPSIYCPKDAEAHYKEKNHRFGIDSRSGHVYCFPCQDFIYDPALEKIRVEKEVAMEGGARKRRRLD
DIKPSPEDLKYIESNTTLAPCRATGLRGFLNMGSTCFMSVVLQSLIHNPLVRNFYLADGHKPKECAQANCMSCAMEEVFS
EFFATDKTDGFGPVNLLTTSWKCEQTLAGYQQQDAHEYLQFLLNQLHATNGGNTDTKTEQCKCIIHRAFYGNLQSDVTCE
GCQNVTTAVDPVMDLSLDLRKKDKRKLATPKTEGDGAMQTLQECLERFTSTEKLGMNEYNCENCSGHQEVATKQLTVKRL
PPVLCIQLKRFEHGSTKSSKIDTKIRFPMQLDMAPYTTRAKRKAKDGSTDCGPKSSLKGHGPYLYDLLSVVVHTGQINSG
HYINFSRENGQWFRFDDSVVTLATEKDVLSAKAYLLFYIIRSLT                                    
>Tmel_XP_002839229                                                              
MRGNGPFTMSPTSVFPEAVRSLPSPSPSIAFKSSASSVGNMDDLSTPALGNPSRPSFTLSPPESLATLEDGDVSSTGDSF
LSSLREGSPSGTPVMLDRHSPKGMHSLPKITYSRKVCSKGNKRSAKEAEILDYGNDTSLESSRKRIRVVGLKNLGNTCYN
NAVIQALSHTCALREYFLQRVPPVTEESDASMSSSDSAATLSLHTARPRTRRAARLEEQVIVPPNINLCDEFSRLLKMMW
INRIPAQVRTVPRARRSTLHLSPVISPHKFASAVATVLPSFHERHEQQDAQEFLRCSLERMQDELASEQIEEEDTIVQTV
FGGILWNKIICHSCSEYTIKPDPFLDLSLVIPEQLSPVTKGDVRSSTLEECLNLFATTEELEGSPPPASVPAPTNGTTRS
CLSCGSEAAFSKSIAFGVLPHVLCIHLKRFRWRTHKIRGGKQKVDTHVRFPLAGLDMGAWCERDVDSPILYDLYAVVVHQ
GTGANFGHYVAYTKHQEEWWLLDDDRITKVPSESVAKSKAYLLFYKRRDDEISCAIADDESQAEPTDESCNKTLTQSHPD
LTGLPPNHSKEPRSPLES                                                              
>Tmel_XP_002838239                                                              
KCAPRFWADLIAYNPLRKERNFLPDNPPHFDPQLHASYEPNHKHVLDVIAEKSCYVKNEIISIDQAYKIATICQTCRMHI
DIEAEFTKPVEFNAEVALCPNKGSRNQYRYNLLHHFRYESKISSPVDTSRYDKRSRKRWVDKRVFSCSSTNCPLVVTVTT
QPAMIRPDLMELLLSEKTREARVKEAARINPNVIPVDAAPQTRYQVLETLCTYIKNHKGGDQRSIFAENKRYLCNLGECE
EVMRLAHFTRSPDPDTNAWIPSSSAELGDPGSQAQRDLCGLLEEVMILMDDEKHKGDAPAKSARVRQKTERAELVAKWLL
GFHKYDTAIGWQFDLTAPEHPHYAGLGAVADMSDDLINWAYERQRACDPINAPYYFECFESIAKGRKSENLQFEVARLRS
EGQFSTSDLESSYKSLGVDPVTSDDDLIIGVFKSRLADAPRQEGPMREDMRIIGTARRSEKILSFAKLAVGDIADAYKWL
RVLESSEDQYILSAYKVRIEDNPDDEITARNALKLIAENRQSNVLYCFLEGNLYETPLEIGAAYSRLGIDDYSLSEDLIV
NVFELRQQDAPSQTRDLRAALRSIGQNRNSARIQSYLQTGNADGISKGSAEWPVGLENIGNTCYLNSLLQFYFTIKPLRD
MILNIDQFQEEEINNEGQEICSPSSHLIPEPHNIPGIFLLKMRRRRSDDCLQIGPMTKKIFLHSKKSPQAASGVAANKAR
PTYGPPTPPPDMPDRPPPVPPRPTKQDPKPDTNFMFGRQQDVTECIGNVMFQVEAAIKPESVDGNGEQIDLVKKLFYGRT
KQTLSFPNSAETRTKEELFSHLLVDVAEGDRDIYSALDSSFDIEQVDLEGREAKRFLSISHLPPILQIQVQRVQYDRAKA
SAYKSNSHLKFPDTIYLDRYMETEDSDLKAKREESWVWKEELKALEQRLAELTKTPAGIRVPEALEYTHQWLSELKSDDE
IEVQPALLRELEQRAISMRREGESIEARIQALQSRIEQQFTDSCNQGYRIHSVFIHRGSASFGHYWIYIYDFQRKLFRKY
NDSYVTEVADPQEVFTHGDINPPTPYFLVFVKEDESLDIMEAVQRQIVTTT                             
>Tmel_XP_002838233                                                              
MRVYPHVHDLVARTAGLRPSDRSIKAWLEAAVQSWHCARAHLIFKRQDEAYVEYLLAFEIAADIIPRCQDFPTFKTTAGR
LYQDFETLKKELVQKIPQFAKVKEEIKKNNDISGVVSAQAQLEAEAQLRAAKSSSDNRGNAATGSKKPVVKAKPEILSSR
PLLDLQGMVASHKSNGTGGSSSKTGKAASDDLDLEARFDKLSTPSGRPSLLSGSQRNRQPASANLQDPREVHAKLPPLDV
SAMPKLPAPTYSPATSFTSPTGIPPHRSSTRPSLPTQAPTESESARPRPTAPKVTTISVDTLCNYLQEPEISVLLLDVRP



RSKFMDGHIYTRSIVCVEPIILREGMSGDDLDATFVLEPVKEQDLFSKRHDYDFVVYYDQSTTSNSFLSGSTNDQHLITL
RSLHLAMDDYTFGKRLKNPPLLLVGGLDAWINLVGKQALKVVDPEAPAIIRSDARHSAPPGRESGSLEQPDSQPGIYREN
PSNKSSIRSLTQRRQDRDSQRGSLPPPLNRQSYKKNEESAQRYTIDIEEEQRWMERLQKEREPVTMSAISSADEIDARRR
RRGTSIITSSDLPHVRTVEEFVSSDLIPAVPLPVAEPDQFQRYPATPHTQQSMTSSSLPTPQQDRFPTSLTRRPTIIDHP
FHGFTDVRNPEFNPPPSPARPPPAVPRRSYSGVSERLAPTLPPPPPPLPAPERPPKIPEVTSKSPLTPFAGMNTVNIGTT
GLKNLGNTCYMNAVLQCMSGTIPLSRYFLDGSYKSHVSKDNPLGSRGVLAEAFAAIVRHLWSGEYSFISPITIKDVAGRL
NEMFRNNDQQDAQEFLEFLLDGLHEDLNPHANHGKLRPLNDDEECRRERLPVQLASIIEWQRYTHHNYSVVVNWFQGQLS
SMLSCLTCGRTSTTYSPFMYLSLPIPATKSNNFTLRDCLEEFVGEETLEGNDAWLCPRCKKARKATKKLTITRLPHILII
HLKRFTNRGPWRDKLNTFVDIPLRHLDLTKYMPPPLASDELPRTLPPPTAETTPPFFYDLYAICNHYGTINGGHYTAVVR
SSCKGGWNSFDDSKATLVEEERVTKNAYVLFWVRGNVM                                          
>Tmel_XP_002837717                                                              
MNCQHVSASRLTPPRASQAVHREDCTQCFDGIDDPEGLNVCLSCFNGGCAGERNHALLHHKLSQHPLTLNIRRTKKPRAE
RAEPPKKISKLVIEAESENDKYDTHTAVICYMCGGKEVERTVGNLPEVIDGVMKAMTFARQTEVQAWEQEMTPCEHTLCL
QQEVPRKLESQNLATCSACDLQENLWLCLQCGNLGCGRAQFGGVGGSSHGLAHFDATHHPVSVKLGSITPEGTADVYCYA
CDDEKTDTELAAHLAYWGINIAEREKTEKSLTEMQIEQNMRWEFSMTSEDGKELEPLMGKGLTGLKNLGNSCYLASILQC
LFALPVFEKRYNLPDLPESLAPADDLETQLRKLADGLLSGRYSRPDPDVAASEYSPEIQHQRGLAPAMFKALIGKGHEEF
STMRQQDAFELLLHLFKLISRSHHPGDLEDPVSEFRFALEQRLQCMGCGKVRYRTDIQDNMSVPVPAKRIPTESLDVKMR
EGGNEKDKNKDVFEPVTIKECLDIFTAVEIVGFNCPSCGKNAKATKRHAFKTLPEVLAVNARRFEYINWVPTKLDVPVAV
GDEPFLLDDYLAKPHSADEELLPEDEEPGFQADEGIVGQLEAMGFPRMRAEKALYHTGNKDSEAAMNWLFAHMDDPDIDA
QMSFAPKKDSAGTEPDEEKVSMLGAMGFTASQAKKALKETGGDVERAVEWLFSHPDDMGDDEVMGESVDPCAPKKEPGRG
EKPAPFELHSIVCHKGGSIHAGHYVAFIRKDVEGEGKVWVLFNDEKVVKASDVGEMKKFAYVYFFKRCN           
>Tmel_XP_002837657                                                              
MDPETWITLSQNQNQMFNAIDKFLVRDDRPKVRQGVSRSIVGTLKRPMRNDIIPCEGFAKYFWQILDTLLVQDSISPDSS
AEFYHAALVIFQFLGNTDAASLELDHYLRTWSSRLIEYPITEIVGRPKEDYILTGLSKLLSQCTALARDQAISVGMKVSE
RIFERLLFPAYLFGDRYQDIEAAERLPCLHGPTRTEIYSLLLELVNDLESSTRMVALNRQLFPKEDPLHDSHIADRTRWA
RSSAGHVGLQNMSNTCYLNSLIAQLFMNRSFRAFILDMDANPSDEAQRLLFSMKVLFARMQNSYAKAVEPKDFVESITDY
EGEQIDITIQMDVDEFYNLVFDRLEGQMSSMQMKSSFRGYYGGQLVQQVKSSECEHISERNEPFSAIQCDIKGKTNLQES
LKAYVGGEHMDGDNKYSCTECGRHVNAVKRTSLKDLPNGIIFHLKRFEFDLQTMHRSKINDKFEFPNCIDMTPYTTDFLS
AEEKGKVAPLPDIFELVGVLVHSGTAESGHYYSYVRDRLSDSANPQWLEFNDSEVSFFDPSTIPSACYGGCDSMARDSMG
QTFTVNKPYSAYMLFYERSSFLRSPSGNLGTVGFGRKLPLPHDLECEIQAENERFIRKYCMFDSSYIDFVKKLADQHHRL
SKTSTRSEHLAERKALLLALETFEQIATRFKDPGEAEALHSTIHTYLLSCPDCCLDFLNWISDKEEAVRNLLVCNPYPKP
RQAVARLVLVALTQLRRKRPGTYGADEIKLEHDYDERGSDSTLYKVCSALIESWDGLQYTAKTWNDYFGLLANIACLGQF
EKSTMLELGCLKKTLQLLVIDHLPAPKKKEFMFDNFTKIWSKRRPPIGNAGSLLCELMSLCDPNLLPCLDDDRRIIDERC
GRFPLTRTEYDLFTFSDDRNAMTAVTRLLESHSVNDAMANLVSNIVASEVAPMEGGILDLLKYTLINGVPVDPAQEALPF
LTCLTQFVACTRSPNYVREIVRRVAEEIPTIGTDGGAEHLAFFQDLLKVRNPVIKTSSTRLRILEQIGSWAPPLLVYCEV
GVREETELFLNEILFDTLANGDRPKSRTAVEMLMDNCFTYLETRYTKQRHQCDEKTFESILRVLEKCGEYQSDEEVFKAR
YDSLRVLIEKMILEEEEDADLASDEWGGSEIGSDTHEMEVQLDEYNSA                                
>Tmel_XP_002837473                                                              
MSKRPAEETVGALEAQRQSTGPQTPKRARLEEVIDQEFVEKGSSRNGMILEASRPRAPAPTTDMDEDGDYEDDVAVGQLG
VGKAQEGPSEGFSDLYLDTINRLLIKVDFEKLCSVSLSNINVYACLVCGKYFQGRGRSSHAYTHSLDQDHHVFINIASLK
VYVLPESYEVQNKTLEDIKYVVNPTYTKVDVTKLDKEPLVRWDLGGKKYIPGFVGLNNIKQNDYMNVVVHALAHVAPLKN
YFMLEDLSSRPELAQRFSILVRKIWNPRAFKSHVSPHELLQEISLRSSKRFTLTIQSDPVDFLSWFINNLHLSLGGSKTK
PGTSIIQKVFQGRLKVESQTITARADASDRLRFEEAAEIKMDIVRFMMLTLDLPPKPIFKDEQDKNIIPQVPLTTILSKY
DGLHSQELLGQRKRYRLLSPLPPFLIFHIKRFSKNKFVEERNPTIVTFPTRSLDMSPYVEPSEGGSSTEPIWYDLVANIT
HESVTTTSGKKEGDIRSVYKVQLVNKASGEWFQIQDLFVEEVARELLFTSESYVQIWQLRKEPKGKGTEI          
>Tmel_XP_002837306                                                              
MPNPPWIQPRLFCGDLYGGEEKPRKSLPKPGDSTGTNVVVEMFWNYQSILAAAWGVHSSLPRVSMQVTEIANELAKVGIK
VEDRTVQRVLRGRYANGNVERALQLLVMIEDSNDGIVSRVRDDVKILGAENHGGVTCYLDTLLFAMFARLDAFEAMLYNV
FDEDDEKRRKLAALLRLFVNLLRSGHLVTTDIISQIQHSIAECGWEEASSPQQQDPSEVFTFITDTLQLPLLTVKVDIAH
GGKEIVEDDHKFISERLLNVALPDEGADPRDPIPLEACLEEYFNGRVDVRRQLERRATADTVHSHDVEKGSALHIETVDL
GSSPNTPAATPISSQPPPLASAPSVLGPLAAGKPLLVRTVKVEGEIESEDGKLKKSTTLRREMLLPAWCFFSVLPFYTDT
LPTPAPKTFAEHFSAKRPVLGLCLKRYSWNTTGGARRDHRRVDIPLQIALPTFVADDEMGGDDDGPLYGNFKLVLQSAVC
HRGNSVHSGHYIALIRGEDNKWLRFDDLAYANRVSEIEPERAFEEESPYLLFYQVQPIEDDTSATTPSVASTMDYPQEKR
WSMISGASEGSCAPDLEVNGSSAEFNGDEPPTFNDPPVYEKHDRLEHSSSPPPPYIVESKTSQPSPTRSSPTTPVPTVPY
RSLLDPEAGLRPTSRSNNRPGSKDGAPVARSSSRRSKSEVSDKRSSWASVLMTRARSQDKEKGRKSSEWARIGTPAWLGE
GGTKGERRESESSSSLGEAAVVVDGDERDSVKSKGKEQGLREAVFKAMEKKGSKEGREKEKEKGKGKDKGKGKEAVRRKG
SKDKDLRECIIQ                                                                    
>Tmel_XP_002837005                                                              
MDISDDQAMVIDGLDQDNGKTQDVTIISPQQSIDSGSADDKDSIVLADDYEAMKKTLLPDLPDIETEDETTYTWKIENWR
KMERRSHGPAFHCGGSPWRVLFFPQGNNCDFTSFYLEQGFDEKPPESWYKCVQFGLVLWNPNDPSVHVTHQAHHRFTADE
GDWGFTRFTELRSLMSTTKERARPLVEDESANLTAYVRVVKDPTGVLWHNFLNYDSKKETGYVGLKNQGATCYLNSLLQS
LYFTNSFRKAVYQIPTENEPLSNSALTLQRLFYLLQTSNEAVGTYELTRSFGWETQDIFAQQDVQELNRILMESLEQKMK



GTEAENSLTKLFVGKTKTYIKCINVDYTSERIEDFWDIQLNVRGFKNLDESFKDYIAVETMDGENKYFAEGHGLQDAKKG
VIFESFPEVLHLHLKRFEYDLNTYAMQKVNDHYEFPQEFDAAPYLSEDADKSEPYSYALHGVLVHSGDLNAGHYYAFLKP
EKDGKFLKFDDDRVTKATLRETMDENFGGDYGPATNGLPRNPQARAISIKRSMNAYMLVYLRKNKIDEILPTVSEEDTPA
HLQKKLDEERATRELRKRERDEQHLYLNVKVITESQFKAHQGFDLTSWDDKDQPEEAQPRHYRVLKASLVKDLVEKVAAD
IRVDPGNVRLWIMVNRQNKTVRPDQPITMPEMSIEDASNKHNNKSSDFRLWAEVATETKPGKNLEPWAQARDSNSAWIVV
FLKRYDPESQTLRGVGHLYMRKNDKVAELIPAILTEMNWPQNTLLRLYEEIKPQMIEPMKPKQTFNQAEIQDGDIICFQR
AYTEKEALALFQKNLIPDAKDFYDLLVNRIVIKFHPKSPHVAEGKVFDLTLNKKMTYDQAQKVGEYLDAPPTHLRFTTIN
AATGGPRSIIKRSPNTTLHQMLTTTYYSNTTISPNSLCYEVLELSLTELETMKTLKLYWLPEGIVKEEQVEILVPKNGQV
QDIAAILQKKLELDDETGSKLRFYESHLGKFYKELEPTFGVAGIQDYMSLLVERKPNEELEMEEGDRFIYAFHFHKEPSK
AHAFGIPFKFVVKQGEIFEKTKERLQLRTGIKGKPFEKIKFAVVRKSNVPKPVYLSDEDILADVASEPDDVLGLDHVDKN
SRAWGRTGGPEIRIK                                                                 
>Tmel_XP_002835698                                                              
MIPSSGDKQLTLAYAAGASLAAVTLVYVFGPTWLIDSSNNSSSQRRKGVVGLVNTANDCFINSILQALAGLGELRAYLVQ
QTRNAKANRELASYGLTVDRKPFLTGALKDILDGLNERPIRKKTISARPFLNVLERVFQQQISRSQQDAHEFLQVVVETL
ADEYHQQRKRCQEAAKLRIENEKVLQSAVGKFEHDNEEESEKPRRIDDLVINVEDIDKKEDKREPEEGGMPMEGKLESEI
ECLKCRFKPKPSVSTFVVLTLPVPQKTSTTLSDCIDGVLSTEHIDDFTCARCRLQHALETYSLKLETASSDPVRKELTSI
ISKLQQAIETNPEKHPEGIELPSSQIAPKSRIARRTRMSHYPTIITFHLSRSIYDAYSSSRKNSARVSFPEELKMGGLLD
RKGYKLLCMITHKGSHDSGHYECFRRQIVHRAPYSTPTPVPSSPPTPIPSSPKTGSTIRLVPVDTKESANESLAPSSDIQ
TPGVPSPSSDSSSSSSSTSSNSSSASDGKSTPPLSSISTHPNGDSSPAGPTNLDAVESSIPTSCLPPPASASGPAPPPPT
KTSTTTRKRLKKKHGNDKWWRISDEKVKEARTSDVLGMQKEVYLLFYQRNCEE                           
>Ncra_293NCU00320                                                               
MAQDQDPAADESLERAISSEPSSTKGSNPYMDTDLPSPKRRRTSRSGPSRSRSVDSPSSVRHSYDSPGISSANMLPEART
DPDTMHTSSGTEPPTPPNAPRSATPEPKTTQPEPSSVSRSNRVTINVRTPSRPLDTIPSSPTSVSVQNSGEPLPSVDNIQ
ASVEAPEVDMTRDDAIQDALPSPISDTSSPAIEVAMEKEPEDAFTVDAKLVVEEPVTDMLPDFPFHDDHETYRDTVEKLA
PLLDEQVGRNVALWIREFLDHIRNVSFSTATGWYTRYSALWHSLPTLASAWHDRRHLYPSVKAIKREPFALYQQFARLTA
FFVELDVHRLNECATVEERGQVQLVSINYMHVLTALINYEGFYQQLDEEGWSYAIEASTISDAFLNYGGNPVSTAFHLGC
FSQLVSELLPQNPRLINELACVSFLYWAIIRKVSTMPENTAYMSHDPTTSIVSSGYLVYKALSPKLEAIITGDDHKHLLW
EPTLRHLSSLTLIYHHCLTADGTIPKPLIQHQLQGSIPFSSRFLPDAVAYLWKFRMFCTLIMSGQMQLRIRSAMGMCSDL
ITFYKKYNNHPDDSSLAFLQHIAQYLMESGLVSYILGPKCHPEITLESSNIVGFLAVTRTYTADHTNLMFQTIQSTQDPR
ISSALVNMINKIVQLFNPKDLLYFCTRLEAMPLDSFTSTMRDFCAQVLQQLADKLERIGNYPIPFSLCVRLVRDSSVFGS
QSQIAYPEIHHFAIQKFSELLREGPTEEIRMQTYTECLRNISERTPFALGSLWILSRMTRSSAGRELKLLAKQHDLVRIL
VEEFEGSIPTARAAGFPPVISGYANAPRRDLLSWVLSDGSPEIPPDISQKLWNLLVGPEAACEEDRTAGWKLLQENSKAK
FASTCFTDFLTSLDPEFFTFGTIDFIRTGILPVIHSPRLLVEDTESIGHFGIEQLWRIILSVPEGSIEKPAIDLLVGEVY
MGNSSKGPVPLPIARQLHLALAERCLDQLISAAKKLRSLCSDVPSRDSKMNDTMNLEQQICEQERLCIRPLAVLRAFHLE
YKDNPKFSAPDLRALSLDPPKQIEGDSAELKYQSFDDESQTDIIPLSIGKLNTARSLFGSLRQATGFENYRMYYRGSVLL
PREELMCKSLEELRIHDGLILVKREADDYATSPGENIRSGASPVEVVILRHFAELYECLTMEKISEEIYDLLSQLPADEN
ILKLIDDPSTTHQDIFPTDQPFKSKYSVYALREYLIPRTDGVPTHRYEGITGHEDSTSSHSKALLRGLRIVVGAISDRDL
TRNWPSHEMQLDWIFPLVECFVLILQDPLLPHSATELVDGTLLDRLVSILVACHNSAAERTVHRIPVCIHSILEACSMSP
EFMKACFEHRSIPKLLENLLLHDQRASVRQSTNQLLLGKFNIDTPTKLGRASQDPESCIADPETLSDDGNPFRAYLWPVI
SGFVRSAMRSPGNPTEFFELCQEMLMTLVKSKSSLVDVQKLSKEWIGLLLEYQTFEDPTQPSKVDVAVSGLIDLIWAIVS
GHEYLGDTLAGVARKLYWQHLYPPMGTREAESSRPIITDSTRDKLWSIVLVLVGEDPTQFSWLIEDLKALTPPRPDPEYH
PYLYEVPLPYEREKVLRSSAGYVGLKNLSNTCYFNSLLTQLYMNTDFREYILQSPIRNMVAGSQKLLLEMQRLFAFMQNS
IRRFANPDDCLGSIRTYEDTVIDVTNQMDVDEFYNLLFDRWEGQFPNAAERRRFRSFYGGQLVQQVASKECSHVSERLEP
FSAIQCDIKGKTTLQESLQAYVDGEIMEGENKYKCSECNRHVDAVKRACLKDIPDNLIFHLKRFDFNLRTLQRSKINDFF
SFPDTIDMRPYTMEHLKNPDEDQQEDIFELVGVLVHSGTAESGHYYSYIRERPSRSEHPVWVEYNDDSVSSFDPSQLEHA
CFGGTDYRSNSDHNGMHFEKSYSAYMLFYERSSSLAKKQQKLGELGQASPLRVDMLPYLKPWIREDNMALLRRHCLFDPY
HTRHVCRALEMMRQLNGHRCTPDHAIESEAMTMGLGHLDQVASKLKELDDFRLLTEEILQLSRDCPHSSITIFRCSSGPY
EPLRMLLQRNPDADVRQKTLEILITAINVIKEQLPSQYGLPSPDANDVDPPDSAMEHVMVLFETLLAYIHTSTRSWPEVF
GLMMAFVKLGRHEMAKYLKRPFLEILMRLIMADTNLRIGQQYQKLALHLSRRAKNRLPDYGSLIGLLDILLASMQVEDEN
QVRITVGRPDQRFQNDPWLEQPFLYTQVEANLLETMWDKTQANIFAEKLISIYQNVEATHRIIINLVKQSRWLEEGIFHA
LVANISSQNTSQLIYPFLHASLMFCRHAPTRLLVEKLIEHICNQCRVVETADGGAFLEFHRALFDSKRESQDDETVALQV
ISILPDWAPGLLGHYDTRTSSETERLLYEKLFQYGPSPSLGGSEQDKRKAECMKTSAKRLGIRCLQYLRDNFVDTGVEVS
AQLVMSLERVIDLCGKYFPPPGPEEDAEARVFRRLVHNIGQRLHALKVDEVEEDGSV                       
>Ncra_438NCU00480                                                               
MDPEFENADSREDVEMLTVPDTQPQDQQPGQDVEEPQPVEADAVGGTKVPIADMELPLKTEIPPIEQQIKTIETLLKAFN
DRGAKEGDVAYLVSRQWLNKAQAFGANGKPTSKEPSDETIGPIDNSDIIQAIFTDSAGQQCVKLKPGVGPESAELFPKDA
WDLVLSWYGLASGQAPIVRIAHNTALDAASEPNVQFEFHPPVFTVHRLWSAASPLPIEQEIKLKKPPPPVIVQSASASFH
QFLKQIKKLTGVPMDRKVRVWQRLQTIPATEEASKPSGMETPPDSPGRSSSIPNFLPRAPGSWPEMLVDVETFSQLERGV
ERDHLAAEDTTTNPNYNGRKSLSLVGLTVDQTLIIDEQVDRDDYVSTFFTKMTNGNKTVGNGIVAQARGTVSGRNSPAPP
SVLNRGRVQPRSGRTPGCVGLQNLGNTCYMNSALQCLRSVEELTKYFLTHEAKKEINPDNPLSHNGDVAMAYMRLLDEIY
KNPAPNSVAPRHFKGIVGRYAPAFSGYGQQDSQEFLGFLLDGLQEDLNRIKKKPYIEKPDSTDDMIGNPAAIKEMAEKVW
DITKKRDDSIIADLFTGLYKSTLHCPVCDKISITFDPFNNLTLPLPMSNVWSRTVKYYPLNEPPVEIVVEVDKTSAFKAI



KEFISTRVGVPPERLVGGEEFKGKFFKQYDDMMAINEEIQPGDVAVIHEVEAPPTNVNAKKAKKQVYRSLLDDAEEEPAQ
PTSNPLAERLLVPVLHRTMDPNGAGVRYHRKVEDIPPPHYIVLTPQEACDENIIRRKILQKVATLSTWSEFTADEEASEA
TDPEMVNGASDIDSADSKVVAKSVEGEEDIVDVTMGNTGSAKPTASPAPQTLPALLKRFKSQQPKWLDPSVFLNPALQNL
FAMSYFRELHGGVPTGWQSVNDTSKHERLSSRAPKTDSSDVEMRSPNALDGSDDSGSEEASSEQVDSVTRMADESSEGSD
APKGSDRFIASPPRGANAVPRGKNKKMKAGRTYGKKAKKRFEKEQLRKRAAAAQQPIEVPEQDYRVDSEEGPLVRLGEGI
VVDWYEDAFDTVFSPANRTYNKIETLNDPSLGAKKRQRELRKKHGISLDDCLAEFEKEEILSEQDTWYCPRCKEHRRASK
KFDLWKTPDILVVHLKRFSSVGWRRDKLDVLVDFPIEGLDLTERVIDKEDGKQEIYDLIAVDDHWGGLGGGHYTAFAKNF
VDDQWYEFNVDSSVSKVTDTSKVVSPAAYLLFYRRRSDKPLGGPKCEEVAQRYSLDDDEEMLDSGEGQRLGHGSSLRGSP
SASNGAGQTLLRGEVGSVSGRGPSGDSELPSYQETNGTITGPEVRKSIEFEDEGIDLPNYEAAGNMSGVASALPTTWSFD
NIPKTGSEASGLDDEIASDVAQGDNSGDDASVFAGINEYGSAVDFIGPAAQDDDYSAFTDNVPPPPSVQDQDTMDQIAQM
TWEHKEQVHEVFVNGGADIDDDKVAEIHVDDHEQQGQSPAVREPPKETEGGDKSSD                        
>Ncra_1074NCU01180                                                              
MEKLKGTKTTSLVPKKFRSSRPLSDMAWLSIFRPESVKQALREKGEVEKEASKIAEITRQLEELNYTEISEQIVRFSLNS
KFANGDVNKAIELIRLQQKAFAGIIQPYNPKISMQGAENRGNVTCYLDALLFAMFAKLSAFECMLKNDPADENHGRLAAL
LRLWVNMLRSGMLIHTDMTQLIQESLAACGWEEAQELEQQDTSEAFAFITETLQLPLLALQVDLFHQGKKDEDDHKVVHE
RLLNLAVPPDPDGKGIKLEDCLEEYFNNKVDVFRDSVEEKKGDDERGPLPRETERLLSEDEDGQTSDQGDNSPNLQRRWT
SQDSTTRTPVSMLDITSARPELPAAPRHRSTSIIQRIVVEDRKPPLDAENKTLLQKAKRTSSTVVKAVTIPAWQFFRLIP
WHATAASNGEPSNDVEVARHFNQRPVVGICLKRYTMTETGFPIRQNTLIDIPDSMRLPHFMMPDDDEKQSNGLSQEYKLV
LQSVVCHRGDSLHSGHYVAFARVAPKLLTDNRRYEHDPPPDYEEAQWVKFDDLDLDNRVSYVDDIRDSLRQEMPYLLFYQ
IVPMVDVTAASTDGSVGEPPSYNESTTVVTSVPGTPSMEPLPERPGGMSRSISGYFDSASTLVHNGGGPNIRFSTELERP
ARLSLDDDPYGTGSAGRLRAGRSRRGSLAVSDTTTTTTAITPSDVGAPSIQPSTPPEESTSTRLGRAAAKFKSKSRPTSQ
AGETRISLTITRWGLTRPSRDALNKDANSGAGNSSEGGSDEQQQEVKEVEDVSDKNQKEKNKDKEGHHHLHHYRKSKKDK
GRDKDDTKEKSKDKEGKKEKGDKLGKSKETGKDGVPDRECAVM                                     
>Ncra_1327NCU01457                                                              
MNSDTRRIQSHHPHRAPGHPKNYYHAYPADRQLRDYVTSPTIIVSAILLFLSALYQLLISDRNTRTRLKNIIWARVVDII
PATLLFKVDGFLNPPLFSRPMTPAEIDDSHEAKSQALGRILGLDKPGGVMESVTSAGLKGLSTLSSVGWNFKNSTSDRPA
GLGNNDNSCYQNSILQGLASLQGLPEYLARVSQLGSNAKSTMPTTQAMAGLIATLNDKANYGRSVWPPNVLKNMSTWQQQ
DAQEYFSKLLDQIDREVAKATATYKKSLAYDGDPPPDDGVSSHHSDDSGYHSSSQSSSVPDIQLSRNPLEGLIAQRVVCV
KCNHFEGLTMIPFNCLTLNLGSGQLGYDLYERLDYNARVEFIEGVHCPRCSLLKMQQKIKGLIGMVATDEARVSEFRERL
AAVEEALEEDMLDDKTLAEKCKVPAKQRVESTKTKQTAISRPPKSLVIHINRSVFDERTGYMYKDSSAVRFPSILDLGPW
CLGSAKKRADLEGSNGVLPSSTSNGEQTAEDEEKWNVEPTASMVAGSQRPSALSGPLYELRAVVTHQGRHDSGHYVCYRK
HYISPPEKENQPEAPPPQLVADDEVAAPKIQALDQKSISEQDTTDEEDAPTPTSEDDEKTLMREDEEEATSQWWRLSDTD
VFKVDEENVLERGDVFMLFYECVEPEMVRIPEREVTRTLSPQAEPGNHVHDRSESVTLAGSEKPEDVEMVKAEASEAGKD
MTTPTGTVAGQSPDTMVQVQHADSVAASGGMEQVD                                             
>Ncra_1701NCU01919                                                              
MSTINVVVKHQGKKYDVDVDTSATGEVFKYQLYSLTGVEPDRQKVLLKGSQLKDDTDMSKVGLKPGQMIMMMGTPGEGGG
AIVRPTEKVKFVEDMTEAEAAQQAGATPAGLQNFGNTCYLNSTLQVLRSIPELNDALKSYKGEQSMLDPTSQLRNLYDMM
SKTQEGIPPLAFLNALRVAFPQFAERERDGHGYAQQDAEEAWSQILTQLKQKLKISEGDAARDASFIDKYMGLELTSVLE
CDEPGAKEAGEEPKTSKERLLKLNCHIDGQTNHLRDGIVNGLVEKLEKKSEVLDREATYTKRSQISRLPKYLTVHFMRFF
WKREVQKKAKIMRKVTFPHELDVVEFCTDELRKALIPVRDKVREVRKEEHDIERARKRRKMNPIDGENAQGSQPSTSKDK
KKDEKKPAGGDVEMTTEETFKTDAEFEAEKEAEVLAAKKELYTLINQDLLKDEGANQSGLYELRGVITHQGASADSGHYT
AYVKKTGIKDPVTGKVGEEDGKWWWFNDDKVSEVEAEKITALAGGGESHSALILLYRAIPLPSADGTQ            
>Ncra_2039NCU02281                                                              
MASTTTVEPSSRPSYITHVCSLCRQTVSVDVLRPHLKTAWINRIMDKDRIRNALAIAKREEPERYGDLTPEKEENYANSP
LQTLNMYIKNILEDDWSAPQKRIASRNRTFSVQFGPACADIFLYLGFTEEVDVSTGDKFWVPPRLPISAFRTPLGSQRAF
LENVRSEVQSFLAENPPRPDLPVVGATVNAIERLDRVLISDWLRSHETRSARSSDEAQHFRILGASERSDEEVLKYAFLQ
QVDVDPANRDTYKTALANLAGYRSEEFQMYVFSLDESPAAPSGPQSQEPPSDVDKAYRHFNIEPKTNADARYFINVYKTY
REQSPGQLSSHRIALLKIGKDRDDSEILDEVFNGVMDHNEACSILDSEPGWSLEIAAAGAREAVKNGIDRRLVIKACETL
ADAMRKENGADENGWAEFDMVLAELRAPDFLLPNAEQGPQFEDTTEFMSLPVGLDNLRNTCYLNSILQYFYSVTAVRNFV
LSADQTPLEPTQEAMRALLDGLDPSELDPGRAYVGSEFCRELGSLFRDIQGAGTRSVRPRQRLANAALLRPDRIRSGPLD
GPVDNASKPATVEAPPLPPRSGAGDLPKVTVDAVPEHSETDSNLSSQTLVNQTEDDPTFIVVDCNAGKGESTGDDITMTD
EPAPSTPVADSANTGNDRPRDLKLTVAELDEELGKPNVGSDQMDVDEVMGNAIDHLRAAFRVESLRNPITSGPDPIKEAF
FSTLVDNRKKTSESTWNSSTRSERWVIAYPGKNERISLYDALSRSFDLESVGAELLTYTTIKDPAPNFHICISRSDGRNK
NANPVIIPELLYLDRFMHTEQLDSPLFKARQRSWNIGNRLQELMSCDNKMKETESAMPIPFVVQNERSSDSLLESYIHIS
DQDVEELRGHNVTSFLTPELDATVEKYTSLPRPESFQPDIKPEAPNLDQEELRDLSPSEIETFVTSIEAEAAWEKGQLLA
EREKLFDGMHQYVYRLHAVVCHAGTTAAAGHYWVWIYDFEENVWRKYNDTTVSVHPAEEVFEQLNTRGEPYYVAYVRAEN
VKDLVSIPRRRFAGLPVGSDEPTTVWAETVDKMDLDAQNA                                        
>Ncra_2127NCU02375                                                              
MSANAASSKDHKVKEPQPGQPMYGCEHVGRLFNQDQATINMSIQHYKTILRAIFDINPILSHTAKGVDGQVVTSITPTYL
CLQCPSTLTDDDLTKHGNKKSHRFYVESRSGAVYCQMCDDIVWDPTFEDLRLKKLGTGSFFGSRKRKHEELFAPDPVKDA
PQYISTNTTLATCKANGLRGIYNAGATCYQNVVLQSFLHNPILRNFYLSDGHQSGSCDTPHCLSCAMDDMFQEFYASETT
NGYTAANILSGFWISENKAFENLVANKEQDAHEFFQFMAEELHERNGDGKRPEIGSEHTCNCIIHQTYYGKLQTSTTCQN



CGGVTNQAQSFLDLSVPLENLTQKRGKKNLTNGDGVASTRTQNSVTLQECLDEEYIKSDKCEYRCQNCNSVQQARRQTSI
KKLPNVLSIQLKRFEFKQGRNDRAQKIETPVQFPLQLNMLPYTTRARTQDLKDNYELQRSCTYDLLCVVVHVGDMDTGHY
ISYCRVGDQWFAFNDHKVELAQKSDVLNAKAYLLFYIVRSLS                                      
>Ncra_3390NCU03797                                                              
MDDQNPQAPSPNAMLVDTPEEHVVEPNGVDNDEVAIITPEADEKEAPVLATDYKTMKEHVLPALIDEPPILEDQVYTWEI
KGWRNLNKKEHGPIFHAGGFPWRILLFPYGNNVDQCSIYLEHGFEADEMPEKWSCCVQFALVLWNPNDPSVFHHHSAHHR
FTKEESDWGFTRFLELRRLFSQPYDGSSRPLGENESVNISAYVRIVEDETGVLWHNFNNYDSKQETGYVGLKNQGATCYL
NSLLQSLYFTNAFRKIIYQIPTEQDESMMNSAYTLQRLFYQLQTSNTAVATSELTKSFGWETRHIFEQQDVQELSRKLME
RMEEKMKGTPHEKALAQMFSGKIKTFISCINVPYESSRVEDFWDVQLNVSGNKNLLESFQDYIQVEKLDGENQYYAGDEY
KLQDANKGVIFQSFPDVLHLQLKRFEYDIQRDTMMKINARYEFPEEFDAAPFLEKDADRSEPWEYELHGVLVHSGDLNTG
HYYAFLKPTKDGNWYKYDDDKVTKARKLEVLEDNFGGPFRLPNGQIRTLPQKKTPIMRPNSAYMLVYIRKSRIDQILTQV
TEEDTPPHLRNRFAEELAAREARRKEREEQHLYIGVKVVTEATFQEHGGTDLTYFDTTPDQDPGAPIYYRVLRQDTMEQL
VAKIAADLGQDPKRVRLWIMVNRQNKTVRPDVPIMDLALTVEETYSKATAQRDESLRVWAEVAEEVNADGEPIWPSHQAQ
ANGAIVKDNILLFLKWFDVESQTLRGVGHVYVRLDKKVEDLVPVILKKMGWGEKVPSGEKIQLWEEIKPTMVEPLRGKET
LKTEELQDGDIICFQRTHVHKSRLGLGESKPSEDAKSSDKLTDAREYYDFLYHRKVVRFCPHPQKADVQQYPQFELVLSS
KMSYDKLSEKVGEHIGVEPTHIRFYTINGANGNPRTAVKKLSNQTVERILTPPGYGQMNLNQLSDALYYEVLDISLAELD
TKKSLKVTWLSEGITKEDQYDLLVTKSGVVEDLIETLVKKAKIPGEEEAGQIRVYEVSNNKWYRDLDRNYPVISINEYTT
VVAERKPEEEIGVTDPNQYITVFHFQNEPSRAHGMSFRFLIKEGEPFSETKKRLEKRLGIKGKSFEKIKFAVVRRAQFSR
PIYLQDDDILYEKAEKEDYLGLDHVDRSRSARNGGGDLFLKG                                      
>Ncra_3572NCU04014                                                              
MVNHATPAHSVNGQNGHITGGWDGTQDGGQNRTINGGGGGGGGGYGPGTGGSKRPPMPHLDDLKAVTVSIDPATPIDSAL
RLAEEALQQAKAFQSFGRIDMAFRSYIKANIIALDIIPKNKDWALLDRSRPNVYMRHQHLLRQIKSLLSDFDKIKEQIKQ
DNARTGVQPLLGSPNQQKTSSVGVGHGHTRSHSNFSSNTTSPDSSVYSSPRQSTYALPDQSWPSPGRSKPAVHPKPQALH
GHALQHSGGPATTPTNNAAQDLALRFAKLRAYTASTPSPANTTTTIQDPRIRTQPIPQPIMPINPPAPRDPPRSQVPSVP
PATALADLPRVPAAIYNPPRGTVSNEAAELPSSAPRAMFTRKGSTASATGMNRNGRPRTSDEGLVSGPPVTSPKMRPKPA
IPDGDTISAEELERYMRVGARDVSILVVDIRSRDEYDEGHVMSQATICVENEVLMRPDISASDIAESMVLAPQAEQQRFE
RRHDFDLIVFYDQRSKRLVSSPQTPEERAVLTFYNALTAYDYAGGSSSQQRLKLLKGGIEAWTDLVGTGALQTSSTSAAA
RSQPRPPLTHNLTSRLRRNVTRPIQDLAEVQKWEENVDIVTPVRTTEDFLRRYPSVSTIQESMTSPINPAAARPASPLPR
HIVHEQNLYSSLPSPPTRPAPTVPRRSYSGLAETDTSTTATSTRSSLKSGIEKVRKFRTGLVNPGVFCFANSSLQAMFAT
PGFARELYTGVWKDVYKVPLKADEKNENPQLLTKYLAGLFHWLDEGTLRSLEAKHLMAYIHFIHSKNADGRKKPETEIFG
GPAQQDAQEFYSFIIDNIHDETNVHRDRKPPKEEKPYTPKNGTVIQNAIDYWRDYSNASASIIDKYFRGLEVFISRCQNA
ECRQEIRMFQPCDVWILNIAAETGGEGNGYGVTDLDRLLASHQATEHFPDLKCETCNQPGRTRRAKFARLPDRLAFCLNR
FNSSFGQSRNSFSSILSGGGSNKIHTKVRFPIRDLDLTKYCAEPDPDMATTDDAHYAGRMKYDCYAVTVHVGQGINGGHY
YTYVQDEQSKDPTDWFKCNDDLVERVKIGSGGPGLNGNGNGNGGMPDLTEAMYANGNTSAYMVYYRRQGT          
>Ncra_3863NCU04333                                                              
MQGNADMGIPRMNGGPGGQGHLGQGHGPRRGRPHHNHYNPGAHHHHHHGQYHQPHVAHQPMYAANYMPQPYGVPPGYYAP
PAYQNAATMNPYGMPQYAPPAATYARSPPAMQHYMPMVAQNPYARPAPPQSPIVSTPYQAPPMPPPALVPVPAPHTPSST
HSHVVPTPMTPPAQQMPPIVPPKAQIQSQPQVQVQPEPEPEIQQQVVVEEPVAEEAKQPAQAEAVYSHFASPQKSDKPPF
SLPWFSHPDTPFPARTKLRRRRQAPSAASESVSLPTAPGQHYEAAPVESAPTENVQEDAAVSTPKGTPKLEILPPRSETP
STQELPSVDTPSTSPTGSIPSQQLQVSESVTASPAQPAKQATRVPVPAVPAVPVVPVLPKPAPKDKPATSEEKPSTETKS
AGSTPAAEETSEATAKDSTSSTPESSAPAAQTAPAPAPVKPKSWANLFTKPAAPVNAAAVATAAASASQTTVNDNAVADA
SGAAAGVATGFAQSKATSMAEAVQSYRVGTAEKIAFLEPRGLVNTGNMCYMNSILQVLVNCIPFYDFLDQVSKKAVHSFN
SETPLLDAMIMFMREFKVIDSAVSIDQLKRRLKSEELEQYGEAFTPEFVYDAIRKLPRFASMRRGHQQDAEEFLGFLLEG
LHDECTHVMSTLPVSTTSTAPNSSLPSPTASNTGDDWLEVGPRQKAAITRTSGYSSSISPITRIFGGQLRSELRIPGLKS
SVTLEPYQPLQLDIGAPEVRNIVDALRGLTRPETIHGDFNSPHGKDAKATKQVFIESLPPVLILHLKRFQFDAEGHGTIK
IWKKVGYPLELEIPREVVSRQKRNTTHAENADLLKYRLITVVYHHGKNASGGHYTVDVRRQDGREWVRIDDTVIRRVRPE
DVAEAGAEEKPSKGAVGDRRENGSSAAASNRFGAMNDDDTGDDEGWKQATASGKKWSSVVNGAGLAAPSGSGSLKAAAKQ
HNDSFKDNKVAYLLFYQRI                                                             
>Ncra_5063NCU05777                                                              
MSCPHIGSANLAKPSPTDNVYREDCTQCFDSIDDPAGLDVCLKCFNGGCAGDRNHAKLHATSRNHPLVLNIRRTRKIIER
NEPPLKMSKLAIAAETESDRYDTTLTVKCLDCGIDNLNKEDATIAPVIEAVMKANTFSRKEEVKAWEQELTTCEHILTMQ
QGEPRKIESQDLGHCSKCDLNENLWLCLECGNLGCGRAQFGGVSGNSHGLAHATETKHGVAVKLGSITPEGTADVYCYNC
DEERIDDNLGAHLANWGIILAEREKTEKSLTEMQIEQNLKWEFSMTTEDGKELTPVFGPGLTGLKNLGNSCYLASILQCL
YDLPSFQQRYYSDKLGPLPSVSDPAEDLETQLRKLGDGLLSGRYSKSDADVFASEHTPNVPYQKGLQPSMFKHLMGRGHE
EFSTMRQQDAFELLQHLIKLITRSKHPVELGDPTQPMRFVMEQRLQCLNCKKVRYSSNEQDSVFIDVPMEKLPPEEEGQE
PKYKPVTLKQCLDSLTASEVVELTCAGCGSKDGFTKRQAFKTFPDVLVVNARKMAVVNWVPVKIDVPVIVDDEPLNLDEY
LSKGQQPDEEALPEDESAKSSAPAFVPNAEALAMLEAMGFPRVRGEKALHATGNSDANAAMEWLFAHMDDPDIDVPLDLS
ASSGGAASGGAGAADPEKLAMLESMGLSGPRAVKALNETGGDVERAIEWLFSHPDDDGADAVEEEAPAGNEGPKKEAGSS
ELPAKFQLQSIVCHKGTSIHAGHYVAFIRKKLSEDETSWVLFNDEKVVKVVDVEEMKKTAYVYFFKRV            
>Ncra_7430NCU08378                                                              
MAGFFNKLKGAGAGSSKTDSNASSKNKKDEPAVELTPLERILQNAGPLREDGSDKYFGLENFGNTCYCNSILQALYYSEP
FRENVVNYPPSNNTSEGNTSKVKVSIRPPVQVNGNAATPGKQLPKPRQGFTPGPIPMPITQPIRPEDRPDAPEYKKKQAM



IKGPVLELTQENPDAYGMEECTFTGLKDIFTALIQSNSRTGVISPQRFLDIFKRDNEMFRNSMHQDAHEFYGLVLNDVIS
NVEAYARRMQESRKEIGTTSSPLNQQSSSPSLTRSLMASNLRTPETSWVHDIFEGVLVSETRCLTCETVSQRDETFLDLS
IDLEEHSSVTSCLRKFSAEEMLCERNKFHCDRCGGLQEAEKRMKIKKLPKVLALHLKRFKYTEDYSRLQKLFHRVVYPYY
LRMFNTTDDAEDPDRIYELYAVIVHIGGNAYHGHYVSIIKTKDRGWVLFDDEMVEPVDKNFVANFFGDKPGMACAYVLFY
QEVTFEKMREELDAEGLEEMRLATQAADLAAGAEQTNGTGNDSLTKVNSQPTVPVEDLDPSTPGPEPFSHPLVAAPPPAP
AVITKADEAATVPPKSKDELTKEKKEQKAQEKAQEKARKAAEKEAARLAEKERLEKVAKKRGVQQKEQEQLAKVMRESKQ
LAAEEEKRRKKEAAAAETGTKSGPSSPRLFNRAGLGGKSLSRKSFAFLGKTGGGGGSGGGGGGSDKSEKSSDKDKSDRAE
SSSTEQRSNDSMTSNGVAESNASSRATTGDGHGGNRFGGFSPSSPSSPLSPTSRGPNGIYSHNHHLPSSPMRSMTTPDGI
KRDVRASRSASTSSILGPPPTAPERFEKPPLRDRFSFSMGRKKSSRFLS                               
>Ncra_7590NCU08579                                                              
MPDKTLTVAAYAAGASLAAITLIYVFGPTYFLDNDPSANSTSVFSIKRNGAVGLINPANDCFINSVLQALAGLGDLRLYL
IRETHRRCLDGGWVYAQTIPSDVWGSGGEGEGDETSKWQVRGGVPEWKAEGLQMGIVTKGLKDILDALNERPIYKKTISA
SPFVRTLEIAFGQRISRQQQDAQEFLQVVAERLCDEYHAGQRARSYAMRGAEQPTTKISLNSKTSDSEALDRPLPLRASE
QVSGADQPAATAASAVPNGADEERAEEGFPFEGSFESQIECLTCGFRPRPTQSTFCTLTLNVPHIPTTTLSACFDGMFKT
EYIEDFKCEKCRLLHAKAVLEADIQRSTSESSREKARTALASLELAIETDPEKAPKGVELPDPRYAPKRKIARHIRMTGF
PRILAIHLSRSIYDMSNFSQKNLAKVTFPELLPLGGLLQQRKYKLLGVVTHKGNHHSGHYESFRRQNIYPPFSNPGTFQP
SGAYIYTSSPSNINPGQAIQPGSGQAPTPGVEGGITPANEPRSTSTSRERDTDTNSLRSAAASARSTLIKIASKPSSRAG
SPDITGSKPHTKTPVKSKRHKSSSRWWRISDDKVKEASTRDVLGMQREVYLLFYELERENS                   
>Ncra_8466NCU09547                                                              
MSNLKRPAEEAFDAVEGLSPSSKKSRIDDYDKSLTPASAIANGAETREGSNEEKAEQTNGENNSNEVKDEEDDDLEAGEE
VEVKAPIRQAAPTEGYDDLYLDTIDRNVLDFDFEKLCSISLSNINVYACLVCGKYFQGRGPKSHAYFHALDEGHHVYINM
STQKVYVLPEGYEVKSKSLDDIKYVSDPRYTRQEVLDLDRKPHVSRTLLGKEYVPGFVGMNNIKDNDYLNVIVQALSHVS
PLRNFFLLEDFSNAPELVKRTSILFRKIWNPRAFKSHVSPHELLQEISLRSNKKFTLTQQSDPVEFLSWFLNHLHLGLGG
SKTKPHSSVIQHIFQGKLKVESQAITARADQVHDRLRFEEAADVQSSVSRFLLLTLDLPPAPLFQDEQERNIIPQVPLTT
ILAKYNGVTAQELNAQRKRYRLQHPLPPFLVFHIKRFSKNKFVSERNPTIVTFDARNLDVSPYVEPDPNSHQHGEPIWYD
LVANVVHEAVRNKEDVADSVGEERKTWKVQLRDKATDEWVVAQDLFVDKVRSELLYLSESYLQIWERRREPPPGKGKGKA
>Ncra_9040NCU10733                                                              
MDSRDWTQANYHAGPASTIAFDNQDELLWIGTQKGFAGSFIGRELKRFTAFRIHPETDGPLRQFLFVDKGVIFLGSRSVY
MAARSGVPIWSIRHESMQDLRAMSFTSKGTSEILVAGWQNKMLVIDVNKGEVVKELPTQDQYSFLKMSRYICAATNKGTV
NILDPITFTIKKQWQAHGAFINDLDTSNDFIVTCGGSHRQTHNTPAILDPYVKVFDLKNMSAMNPVPFAPLAAHVRMHPR
MLTTAIVVNQAGQIHVTDLLNPSNSQVCYTQPQGVVLHFDVSRTGEGKALADNKHNTYVWGSPNKIQFTEIGIPPRLPDP
PQPSLLPPDPDMLEELPLSRIGLPYYREQLFSALPPDIISDVGAPPQQIDPNILSTLTKTDWGYIGPNKTGLQRNQYMDT
RSTMKTSNTIRAPKFLSEKARESQTGSEDNTLATNETAMMTPNNDHWSLRPEAPPEYRICEIKYSKFGVDDFDFGFFNNT
PYPGLENNITNSYANSLLQVMHYTPLLRNMALQHAATACLADPCLLCELGYVFDMLQKGEGPSCHATNMLRALNHTSNAS
VSGVLEDIAKDKNPSTLVKNLTMFLFDKISQDYKGTPPISTELERTLFKLNQPPNPLDLVKRLLETDARYQIKCMHCQHV
SPRTATTFVNKLCYPAAKPNIRGMKAQRITFSQVLKAGLENEAVNKGYCTKCQRYQNLDQRKIIFNIPAVLALCTEITTA
EHRKLWSTPGWLPEEIGIIVDQGHVYCYEGDDLKLHLNRGIHNITVYSLVGTVVNVETKSPQKSHLVATVNVGRAEPESK
DQDRWHLFNDFSVRGISKVEALTFNAAWKMPVVVMFQVKAANHRFNMDWKTRLDTSVLFRDNNPHALKTYELLDRETEIP
GPDTVIAIDTEFIRLKEREIHIDEDGKSKTIRPISHAIARASVVRGQGSREGVAFIDDYIHIKETIVDYLTEWSGITPTD
LDPINSQRNLVSPKTAYKKLWVLVNLGCKFLGHGLSQDFRVINIQVPRNQVIDTSIIFMKPPSQRKISLAFLAWYLLKED
IQQNTHDSIEDAQTALKLYRKYEEFMANGSFHDVLEALYKKGKTLNFKPPRISTGAAKDAGFGAVHRVGTPPVPAPGTTE
GSFEISNSSTATTGGSALSATGGMGSASASSSMPSTPVRKPIGLGGPFTVAGVVKPSPATSLDNFGAGAVGTGITTAAAT
MGGGYGGYGTDGAYWGGPNDMAPTSMIGGSAFIPAKFPPGPPETRGFIPYRPQVLLAEREAAAAAAAAAAAAAANNDVGG
RGGVACGNGGAGGEQGKQDEESDNDEMRRQQQELFAPEPYAPGFEQNLFEASRRDEGSPVVEYVSPPAVEEDDSSTIKEV
SSPVVKEVASPTASLSSPAAVVGEEEEKQKDEDVPPAIEEAAADPSVTTGSSSTLAAEKQRKQEEEEGSSAVGGGGGGEE
GKQEKQDDQGSTPALAP                                                               
>Scer_SCRT_00446                                                                
MEQNIISTIRDECIRHRSKYLTIAQLTAIAEAKINEFIITGKAKDQDLSSLLDKCIDILSIYKKNSKDIKNIISCKNKGA
MISSNSVMIIQLNYVYYKVIHIIVTTNIPHLSEFAKIKLHKSTSDEGNGNNNNNEFQLMNIYNTLLETLLKDENIAKIKS
FIKSSIKQTKLNHEQEECNLMRTGSYITSNQLNSLISSSANSASSQMEILLIDIRSRLEFNKSHIDTKNIICLEPISFKM
SYSDHDLEKKSLITSPNSEIKMFQSRNLFKFIILYTDANEYNVKQQSVLLDILVNHSFEKPISDDFTKIFILESGFPGWL
KSNYGRQVSSSFPSNNNIKDDSVYINGNTSGLSLQHLPKMSPSIRHSMDDSMKEMLVAPTPLNHLQQQQQQQSDNDHVLK
RSSSFKKLFSNYTSPNPKNSNSNLYSISSLSISSSPSPLPLHSPDPVKGNSLPINYPETPHLWKNSETDFMTNQREQLNH
NSFAHVAPINTKAITSPSRTATPKLQRFPQTISMNLNMNSNGHSSATSTIQPSCLSLSNNDSLDHTDVTPTSSHNYDLDF
AVGLENLGNSCYMNCIIQCILGTHELTQIFLDDSYAKHININSKLGSKGILAKYFARLVHMMYKEQVDGSKKIPISPIKF
KLACGSVNSLFKTASQQDCQEFCQFLLDGLHEDLNQCGSNPPLKELSQEAEARREKLSLRIASSIEWERFLTTDFSVIVD
LFQGQYASRLKCKVCSHTSTTYQPFTVLSIPIPKKNSRNNITIEDCFREFTKCENLEVDEQWLCPHCEKRQPSTKQLTIT
RLPRNLIVHLKRFDNLLNKNNDFVIYPFLLDLTPFWANDFDGVFPPGVNDDELPIRGQIPPFKYELYGVACHFGTLYGGH
YTAYVKKGLKKGWLYFDDTKYKPVKNKADAINSNAYVLFYHRVYGV*                                 
>Scer_SCRT_00616                                                                
MDLFIESKINSLLQFLFGSRQDFLRNFKTWSNNNNNLSIYLLIFGIVVFFYKKPDHLNYIVESVSEMTTNFRNNNSLSRW
LPRSKFTHLDEEILKRGGFIAGLVNDGNTCFMNSVLQSLASSRELMEFLDNNVIRTYEEIEQNEHNEEENGQESAQDEAT



HKKNTRKGGKVYGKHKKKLNRKSSSKEDEEKSQEPDITFSVALRDLLSALNAKYYRDKPYFKTNSLLKAMSKSPRKNILL
GYDQEDAQEFFQNILAELESNVKSLNTEKLDTTPVAKSELPDDALVGQLNLGEVGTVYIPTEQIDPNSILHDKSIQNFTP
FKLMTPLDGITAERIGCLQCGENGGIRYSVFSGLSLNLPNENIGSTLKSSQLLSDWSKPEIIEGVECNRCALTAAHSHLF
GQLKEFEKKPEGSIPEKLINAVKDRVHQIEEVLAKPVIDDEDYKKLHTANMVRKCSKSKQILISRPPPLLSIHINRSVFD
PRTYMIRKNNSKVLFKSRLNLAPWCCDINEINLDARLPMSKKEKAAQQESSEDENIGGEYYTKLHERFEQEFEDSEEEKE
YDDAEGNYASHYNHTNDISNYDPLNGEVDGVTSDDEDEYIEETDALGNTIKKRIIEHSDVENENVKDNEELQEIDNVSLD
EPKINVEDQLETSSDEEDVIPAPPINYARSFSTVPATPLTYSLRSVIVHYGTHNYGHYIAFRKYRGCWWRISDETVYVVD
EAEVLSTPGVFMLFYEYDFDEETGKMKDDLEAIQSNNEEDDEKEQEQKGVQEPKESQEQGEGEEQEEGQEQMKFERTEDH
RDISGKDVN*                                                                      
>Scer_SCRT_01092                                                                
MNNWQHFFNNPVDLSEHLKKPYFRFDNRDKEITAISFDEKANLIWSGDSYGCISSYDPTFQLYTRYRGHIGGNSVKDILS
HRDGILSISEDSLHFANRRGVTKLNLTSIDIAAFSELNTMCYSPHSLKNNIYCGGDNTNWGIASIDLNRGCLDSLLNYSS
KVKLMCSNNKVLSIGRQTGTVDLLDPTSNRTIKSFNAHSASISAMDLRDNTLVTVGKSKRFYNLYADPFVNVYDLRTMRQ
LPPVSFSKGTTMGSGGADFVQLHPLLPTVMIVASSSGSFDFIDLSNPTLRTQYVHPCQSIKKLCLSPNGDVLGILEADNH
LDTWRRSSNNMGMFTNTPEMLAYPDYFNDITSDGPISVDDETYPLSSVGMPYYLDKLLSAWPPVVFKSEGTIPQLTGKSP
LPSSGKLKSNLAVISSQNEKLSTQEFPLLRYDRTKYGMRNAIPDYVCLRDIRKQITSGLETSDIQTYTSINKYEVPPAYS
RLPLTSGRFGTDNFDFTPFNNTEYSGLDPDVDNHYTNAIIQLYRFIPEMFNFVVGCLKDENFETTLLTDLGYLFDMMERS
HGKICSSSNFQASLKSLTDKRQLENGEPQEHLEEYLESLCIRESIEDFNSSESIKRNMPQKFNRFLLSQLIKEEAQTVNH
NITLNQCFGLETEIRTECSCDHYDTTVKLLPSLSISGINKTVIKQLNKKSNGQNILPYIEYAMKNVTQKNSICPTCGKTE
TITQECTVKNLPSVLSLELSLLDTEFSNIRSSKNWLTSEFYGSIIKNKAVLRSTASELKGTSHIFKYELNGYVAKITDNN
NETRLVTYVKKYNPKENCFKWLMFNDYLVVEITEEEALKMTYPWKTPEIIIYCDAEELRKPFFSVDTYSINYDILFRDYF
ANGIRDTARREYKLLTHDEAPKSGTLVAIDAEFVSLQSELCEIDHQGIRSIIRPKRTALARISIIRGEEGELYGVPFVDD
YVVNTNHIEDYLTRYSGILPGDLDPEKSTKRLVRRNVVYRKVWLLMQLGCVFVGHGLNNDFKHININVPRNQIRDTAIYF
LQGKRYLSLRYLAYVLLGMNIQEGNHDSIEDAHTALILYKKYLHLKEKAIFEKVLNSVYEEGRAHNFKVPETSKG*    
>Scer_SCRT_01519                                                                
MPNEDNELQKAIENHHNQLLNQDKENADRNGSVIEDLPLYGTSINQQSIPGDVDDGKHLLYPDIATNLPLKTSDRLLDDI
LCDTIFLYSTDPKVMQKGLQSRGILKESMLSYSTFRSSIRPNCLGSLTDQVVFQTKSEYDSISCPKYNKIHVFQAVIFNP
SLGEQQISTFDDIVKIPIYHLKVSVKVRQELERLKKHVGVTQFHSLDHLHEYDRVDLSTFDSSDPNLLDYGIYVSDDTNK
LILIEIFKPEFNSPEEHESFTADAIKKRYNAMCVKNESLDKSETPSQVDCFYTLFKIFKGPLTRKSKAEPTKTIDSGNLA
LNTHLNPEWLTSKYGFQASSEIDEETNEIFTEYVPPDMVDYVNDLETRKIRESFVRKCLQLIFWGQLSTSLLAPNSPLKN
TKSVKGMSSLQTSFSTLPWFHLLGESRARILLNSNEQTHSPLDAEPHFINLSVSHYYTDRDIIRNYESLSSLDPENIGLY
FDALTYIANRKGAYQLIAYCGKQDIIGQEALENALLMFKINPKECNISELNEATLLSIYKFETSNKSQVTSNHLTNLKNA
LRLLAKYTKSDKLKFYVDHEPYRALSQAYDTLSIDESVDEDIIKTAYSVKINDSPGLKLDCDRALYTIAISKRSLDLFNF
LTEECPQFSNYYGPEKLDYQEALKLLQVNENASDETILKIFKQKWFDENVYEPDQFLILRAALTKISIERNSTLITNFLL
TGTIDPNSLPPENWPTGINNIGNTCYLNSLLQYYFSIAPLRRYVLEYQKTVENFNDHLSNSGHIRRIGGREISRGEVERS
IQFIYQLRNLFYAMVHTRERCVTPSKELAYLAFAPSNVEVEFEVEGNKVVDQTGVLSDSKKETTDDAFTTKIKDTSLIDL
EMEDGLNGDVGTDANRKKNESNDAEVSENEDTTGLTSPTRVAKISSDQLENALEMGRQQDVTECIGNVLFQIESGSEPIR
YDEDNEQYDLVKQLFYGTTKQSIVPLSATNKVRTKVERFLSLLINIGDHPKDIYDAFDSYFKDEYLTMEEYGDVIRTVAV
TTFPTILQVQIQRVYYDRERLMPFKSIEPLPFKEVIYMDRYADTENPLLLAKKKETEEMKQKLKVMKNRQRELLSRDDSG
LTRKDAFLESIKLLESDTIKKTPLKIEAANDVIKTLRNNVQNIDNELMKLYNDINSLEEKISHQFDDFKEYGYSLFSVFI
HRGEASYGHYWIYIKDRNRNGIWRKYNDETISEVQEEEVFNFNEGNTATPYFLVYVKQGQEGDIEPLKRILK*       
>Scer_SCRT_02117                                                                
MSICPHIQQVFQNEKSKDGVLKTCNAARYILNHSVPKEKFLNTMKCGTCHEINSGATFMCLQCGFCGCWNHSHFLSHSKQ
IGHIFGINSNNGLLFCFKCEDYIGNIDLINDAILAKYWDDVCTKTMVPSMERRDGLSGLINMGSTCFMSSILQCLIHNPY
FIRHSMSQIHSNNCKVRSPDKCFSCALDKIVHELYGALNTKQASSSSTSTNRQTGFIYLLTCAWKINQNLAGYSQQDAHE
FWQFIINQIHQSYVLDLPNAKEVSRANNKQCECIVHTVFEGSLESSIVCPGCQNNSKTTIDPFLDLSLDIKDKKKLYECL
DSFHKKEQLKDFNYHCGECNSTQDAIKQLGIHKLPSVLVLQLKRFEHLLNGSNRKLDDFIEFPTYLNMKNYCSTKEKDKH
SENGKVPDIIYELIGIVSHKGTVNEGHYIAFCKISGGQWFKFNDSMVSSISQAEVLKEQAYLLFYTIRQVN*        
>Scer_SCRT_02201                                                                
MISLFKQTMSSEDELGSIGTVFPGSPIDKSIGSILPQFDEEVETLLEDSFTWNIPDWNELTNPKYNSPRFRIGDFEWDIL
LFPQGNHNKGVAVYLEPHPEEKLDETTGEMVPVDPDWYCCAQFAIGISRPGNGDTINLINKSHHRFNALDTDWGFANLID
LNNLKHPSKGRPLSFLNEGTLNITAYVRILKDPTGVLWHNFLNYDSKKVTGYVGFRNQGATCYLNSLLQSYFFTKYFRKL
VYEIPTEHESPNNSVPLALQRAFYQLQVSDIPLDTLELTRSFGWDTAKSFTQHDVWELMNGENQYAAQDYGLQDAQKGVI
FESFPPVLHLQLKRFEYDFNYDQMVKVNDKYEFPETIDLSPFVDKDVLKKTLDSENKDKNPYVYNLHGVLVHSGDISTGH
YYTLIKPGVEDQWYRFDDERVWRVTKKQVFQENFGCDRLPDEKVRTMTRDEYQNYIIQRHTSAYMLVYIRQEQEEDLLRP
VLESDVPKHVITRVREEIKERETKEKEIREAHLYVTLRLHSIKEFIHYEGFDYFAHDGFRLFAEELNDSGLQQINLKVLR
TTKLSDIFASIKETMNIPQERDVKYWKMDYRRNSTLRLTQPINFESVNITLQEALKKEKKMTMQTQYGEEGVASTEEDDK
ALLETVSFLDLFIEEPYLELQFLNKLKEASLISKAQLDDELISTIRTNLPELTKGGIEPVFATDNKSNLLFVKSYDPHTQ
KLLGFGHFAVNQLQQLSDISAIIEDSISSNEKLTFYEEVQPGTINEIYMKETIYDADIDTGDIVSFEVPGAVLPDTFPVY
ATIKDFYSYLRYRVKLKFSKFDGSSEEYGVSNEIPESFEFWISAYAPYDDLARMVSKYAHVKPEYLKIFALYSNGRFVLK
STSLLNDYLLKDFNCDQIPPFAFEVLSVPLKELERLRPIKLYWLKNSYIHYQCFEFEVANDYTESQFLEKVQHKIGFTDE
EKENILLWTNTNFQFQGLLSDQNTFKDVSKHSLLFGRILPEESKLFKELNRLENVQTSSLEDFMDDENATDRPMDDEQDL



GMAIEHSEDMKGRIVVVQQYFKDLENRHGISFLFNLIPDETFPKTKDRLHAKFGLGQKEFSKIKLSIGYSTEEGTVFRSL
QGFSDEELDKVILYDIMSNLDYIYMDHPDRLRSHSSYDRPMIIKN*                                  
>Scer_SCRT_02421                                                                
MSWIKNVTESPTSLIKKVSCGLIIAASLYAIAPSLSALVFGDSKQSIGKYTTVGLINRGNDCFITSSLQGLAGIPRFVEY
LKRIRTVLLELETKLSNNAKGDNPTVDNTTRHSRLENSSNSLAPLHESLTSLILDLISVKDRKTSISPKIVINTLESIFK
LKISSKQNDAHEFTLILLQTLQEERSKLIDYSKQICNLNIPKFPFEGETSKFLVCLKCKGLSEPSYQQTFIRELSVPQQT
SENLSNILAHDETEIIDDYSCLICQIRAILNHEEYRNFKDCTPDEILMLDRLKNYATKAPINENLPFEVEQYVKRYSKGN
LQVSNIKGKVIKKDVVVQLPDILIVHLSRSTFNGITYSRNPCNVKFGERITLSEYTLAESGTITENRQVKYNLKSVVKHT
GSHSSGHYMCYRRKTEIRFGKEDESSFRRAPVVNNEVNKNREQNVAHNDYKKSRYKKVKNALRYPYWQISDTAIKESTAS
TVLNEQKYAYMLYYERVNK*                                                            
>Scer_SCRT_02910                                                                
MAEAVLENVNVPAVVSKDECIYCFESPYNEPLALNASPKHSLNICLNCFQATCNRHVPLHTRVTEYACDTIHSNYLTIAK
VEKPKQENVEENNNNKKIKLQVIETSEDDTHNTIWSLQRFNGENVPRTVLLKSTDSDISSTALEKIEKILKAKSQDFEDK
KNSWVLEISTCPHTENFQIPSKPENTVNLNQCSSCDLTQNLWLCLHCGNIGCGREQIGIDGHSHALDHYRSNNNHPLAIK
LGSLSSSTYDLYCYACDDETRFPDNVNLGSALQIYGINIQEKIADEKTLVQLQVEQNENWQFRMVDSSGKEFEKLSASKN
YGCGLINLGNSCYLNSVIQSLVNGGVPNWSLDFLGSKFPLDVVYPDNNLKCQWIKLLNAMKCEPELYPNGIKPTTFKKCI
GQNHQEFSSNRQQDAMEFLTFLLDLLDKKFFSSSSSGIPNPNDLVRFMMEDRLQCNICGKVKYSYEPTEAIQIPLEENDE
PQDMLERIKAYFEGQTIEFKCANCKEKVTANKKPGFKSLPQTLILNPIRIRLQNWIPVKTSNELSLPGLIDRDDMLDVSS
YLSQGFDPQTENLLPDEDENRSSFTPNQCSISQLIEMGFTQNASVRALFNTGNQDAESAMNWLFQHMDDPDLNDPFVPPP
NVPKKDKREVDEVSLTSMLSMGLNPNLCRKALILNNGDVNRSVEWVFNNMDDDGTFPEPEVPNEEQQQKKDLGYSTAKPY
ALTAVICHKGNSVHSGHYVVFIRKLVADKWKWVLYNDEKLVAADSIEDMKKNGYIYFYTRC*                  
>Scer_SCRT_03029                                                                
MIRRWLTISKSGKKKKAVNDTITEEVEKVDFKPVNHDINDELCYSESSDNPSSSLFVSNLDTKETFLNEDNNLQISSGLD
YSSETCNQGSNYSQDGIFYISNAKAINAYGGIITQGPEAPILAMKVSDSMPYGDGSNKVFGYENFGNTCYCNSVLQCLYN
LSSLRENILQFPKKSRESDQPRKKEMRGKKPRIFTEASFEKSIAGTNGHLPNPKPQSVDDGKPTPVNSVNSNTAGPSEKK
SKFFKSFSAKHVQDNNKKEGSPAILTTGKPSSRPQDAPPLIVETPNEPGAPSRLSFENVTDRPPDVPRKIIVGRVLNYEN
PSRGSSNSNNLDLKGESNSSLSTPLDKKDTRRSSSSSQISPEHRKKSALIRGPVLNIDHSLNGSDKATLYSSLRDIFECI
TENTYLTGVVSPSSFVDVLKRENVLFNTTMHQDAHEFFNFLLNELSEYIERENKKIAASDINSDSEPSKSKNFISDLFQG
TLTNQIKCLTCDNITSRDEPFLDFPIEVQGDEETDIQEILKSYHQREMLNGSNKFYCDECCGLQEAERLVGLKQLPDTLT
LHLKRFKYSEKQNCNIKLFNNIHYPLTLNVCSSINSKVCQKYELAGIVVHMGGGPQHGHYVSLCKHEKFGWLLFDDETVE
AVKVETVLEFTGESPNMATAYVLFYKAMYSNAVEKNDRENMAKEQDDNIDSLIKYDDWLRTCNSGQKKKEELPIADDLDT
AIDDSFVSNTPIKSSKKKSRMFSFRKS*                                                    
>Scer_SCRT_03316                                                                
MDYDSSAMEKELPEEEENDSSSKISEGEKKSLYQDLMENSTVEVNRYEPVNNTKENGNRNPKGEEEEEEEEELKHKSRSI
TPPVTISNLSNFYQFNENINDRGSLNSTRIVKNWGDKFTNLKPRGLLNHGVTCYTNAAVQAMLHIPSIQHYLFDILMGKY
DSTISKNSVSYTLAETSKKMWLPVSKNPRKNVSASYINPKHLISRLDDINCMMSEWQQEDSHEYFMSLMSRLQEDSVPKG
HKLIESIIYDIFGGLLKQIVTCKSCGSISKTEQPFYDLSLHLKGKKKLDPNSDLSSDSINGTSATTSTTTSNAATKPSLS
SSSSVNLNNGSPFAAASDLSSANRRFSIEKSIKDFFNPELIKVDKEQKGYVCEKCHKTTNAVKHSSILRAPETLLVHLKK
FRFNGTSSSKMKQAVSYPMFLDLTEYCESKELPVKYQLLSVVVHEGRSLSSGHYIAHCKQPDGSWATYDDEYINIISERD
VLKEPNAYYLLYTRLTPKSVPLPLAKSAMATGNVTSKSKQEQAVNEPNNRPLKINSKKNNRKKWKKNKKRKFTK*     
>Scer_SCRT_03485                                                                
MGSSDVSSRECSLVYNEDPDFTDGTTPCDRLGVDLMNVLDDKDEIKQESVPVSDREIEDTESDASAVSSFASANELIAEP
HAASETNLGTNGQDGRHVLEQQRDVVARLIEENKETQKEGDKVCIVPKVWYDKFFDPDVTDPEDIGPINTRMICRDFENF
VLEDYNRCPYLSIAEPVFNFLSEIYGMTSGSYPVVTNLVINQTTGELETEYNKWFFRLHYLTEKQDGRKRRHGQDDSVMY
LSMSALNLVRDLVEKSMNLFFEKADHLDVNAVDFKIWFVSEGSDIATDSNVSTFLNSSYEITPLQFLELPIKKLLIPDMF
ENRLDKITSNPSDLVIEIKPIEGNHHWPSNYFAYNKLEPASGTTGLVNLGNTCYMNSALQCLVHIPQLRDYFLYDGYEDE
INEENPLGYHGYVARAFSDLVQKLFQNRMSIMQRNAAFPPSMFKSTIGHFNSMFSGYMQQDSQEFLAFLLDSLHEDLNRI
IKKEYTEKPSLSPGDDVNDWNVVKKLADDTWEMHLKRNCSVITDLFVGMYKSTLYCPECQNVSITFDPYNDVTLPLPVDT
VWDKTIKIFPMNSPPLLLEVELSKSSTYMDLKNYVGKMSGLDPNTLFGCEIFSNQIYVNYESTESNAQFLTLQELIKPAD
DVIFYELPVTNDNEVIVPVLNTRIEKGYKNAMLFGVPFFITLKEDELNNPGAIRMKLQNRFVHLSGGYIPFPEPVGNRTD
FADAFPLLVEKYPDVEFEQYKDILQYTSIKVTDKDKSFFSIKILSVEKEQQFASNNRTGPNFWTPISQLNLDKATDIDDK
LEDVVKDIYNYSSLVDCAEGVLMQVDDEGDTEGSEAKNFSKPFQSGDDEENKETVTNNENVNNTNDRDEDMELTDDVEED
ASTEPELTDKPEALDKIKDSLTSTPFAILSMNDIIVCEWSELGSNEAFSDDKIYNWENPATLPNKELENAKLERSNAKER
TITLDDCLQLFSKPEILGLTDSWYCPTCKEHRQATKQIQLWNTPDILLIHLKRFESQRSFSDKIDATVNFPITDLDLSRY
VVYKDDPRGLIYDLYAVDNHYGGLGGGHYTAYVKNFADNKWYYFDDSRVTETAPENSIAGSAYLLFYIRRHKDGNGLGSS
KLQEIIQKSRHGYDERIKKIYVEQMKLYEFNKTDEEEDVSDDMIECNEDVQAPEYSNRSLEVGYIETQDCNDEDDNDDGE
RTNSGRRKLRLLKKVYKNNSGLGSSSTSEISEGCPENEVADLNLKNGVTLESPE*                         
>Scer_SCRT_04115                                                                
MLLNPDQILNLVRKVYEVDIKQFYSQLRLKNLRGLLDHAAHLFNVYLRDLEINQEMEALTAFIIGCYYLYLIIPQSLQFQ
TRNNLYSSYAKLKNDYQDEHVMGYVLKVVRDESTVIVDRYLAESNGICRTIKRKRAYSLPLRPLPVHMASLSIHNKFDGS
LHEIPNELTKPTNDNSKEDIVRESNQIASSNKLEAGSEVAYYTSKEALSKPSYLKLSTGKDALFKTLSSPATAPPMHSLE
VSSQIRDSSQDSSSSLSKVEKPKEEEGKIEAIESSAPKAYNLPVIEDSNDLLSELSITGLQNPCNTCYINSIIQCLFGTT



LFRDLFLTKKYRLFLNTNKYPKEVQLSRSIYVLFKKMYLNGGRAIIPNRFLKMCKKLRPDLNIPDDQQDTQEFLLIVLAR
IHEELSNENVVKYYPDLVSYDANALQVNPSKYEKWYERNVITDGLSPIDHIYRGQLENILKCQRCGNSSYSYSTFYVLSL
AIPKLSLYSFTSKSRKIKLEDCINLFTGDEELSGDNAWDCPNCRITDSKSKKEEITSQKKKSTIFGFHSRSRSKSPHHHH
HHHHSSDDSTKNAKKRNSKKLTTIKSLDFIVLPPILVIHLSRFYYDLTKKNSTVITYPLILNIILKNGKVIRYKLYGTVN
HSGNLINGHYTSVVNKEKSHEIGLNRQVWVTFDDDYIQQHRKDRNNFEAGKTEMSSDEVYVLFYERMDEENYEEEFC*  
>Scer_SCRT_04576                                                                
MIKRWLSVNRKKSHPEKNTQGNDEINRKATSLKKTKGSGDPSIAKSPSAKSSTSSIPSNLASHERRSKFSSQTDNLAGNK
HYHEHYHNMASTSDEREYDSSTTYEDRAFDTESSILFTTITDLMPYGDGSNKVFGYENFGNTCYCNSVLQCLYNIPEFRC
NVLRYPERVAAVNRIRKSDLKGSKIRVFTNESFETSTNSGNSNTVYQSNDNEDAHNHHHLQQSDQDNSSSSTQEKQNNFE
RKRNSFMGFGKGKSNYKDSAKKDDNNEMERPQPVHTVVMASDTLTEKLHEGCKKIIVGRSLLKQSDSLSKASTTDCQANS
HCQCDSQGSRITSVDDDVLVNPESCNDAVNNSNNNKENTFPTSEQRKKAALIRGPVLNVDHLLYPTEEATLYNGLKDIFE
SITENLSLTGIVSPTEFVKILKKENVLFNTMMQQDAHEFLNFLLNDFSEYIQRNNPRVRFGPQKTDNSNDNFITDLFKGT
LTNRIKCLTCDNITSRDEPFLDFPIEVQGDEETDIQKMLKSYHQREMLNGVNKFYCNKCYGLQEAERMVGLKQLPHILSL
HLKRFKYSEEQKSNIKLFNKILYPLTLDVSSTFNTSVYKKYELSGVVIHMGSGPQHGHYVCICRNEKFGWLLYDDETVES
IKEETVLQFTGHPGDQTTAYVLFYKETQADKTENQNENIDTSSQDQMQTDNNIEQLIKCDDWLRDRKLRAAANIERKKTL
GNIPEVKTAETKTPLNDKKRNKQKRKSRILSFIK*                                             
>Scer_SCRT_04619                                                                
MGSEQALSEVVESAKERFGRLRHLVQKFLDDDDVPQECLPLLQECAEIWSSYVDACQDITMQAPKQDANRLSKGFLRLNE
TAFLYYMIVYTLLEDTLPRLKEFSSNKDQNVRNLYGERIQLLHNDPNIERIRNVIENYPKFIQLQTIEPGKLSSMLHFHG
DALLLIDVRPRSEFVRAHIKCKNIICIDPASFKDSFTDQQIESVSLITSPHSDITFFSNRDKFKFIILYTDTQLHNNFQQ
RQTRILAKILSQNSVIKPLSGTKILILENGFSNWVKLGGAYQSSVSETAHLTSSSSTPAFGSPQVPTGLFNQKSLSPNKD
KSMPMVSMNTQPLLTTVQRPQLPLYYSDLPIIPQPSPNRNSPTVQKFSPHPPTTLSKLNTPSTIQNKANTVERISPDIRA
AQAHAYLPPASNVFSPRIPPLPQQNLSSSRQTILNNSQVLDLDLIVGLENIGNCCYMNCILQCLVGTHDLVRMFLDNTYL
NFINFDSSRGSKGLLAKNFAILVNNMHRHGAFTPPNVRTIPVQTIQFKKICGHINPMYSDSMQQDCQEFCQFLLDGLHED
LNQNGSKKHLKQLSDEEERMREKMSIRKASALEWERFLLTDFSAIIDLFQGQYASRLQCQVCEHTSTTYQTFSVLSVPVP
RVKTCNILDCFREFTKCERLGVDEQWSCPKCLKKQPSTKQLKITRLPKKLIINLKRFDNQMNKNNVFVQYPYFLDLTPYW
ARDFNHEAIVNEDIPTRGQVPPFRYRLYGVACHSGSLYGGHYTSYVYKGPKKGWYFFDDSLYRPITFSTEFITPSAYVLF
YERIF*                                                                          
>Scer_SCRT_04626                                                                
MNMQDANKEESYSMYPKTSSPPPPTPTNMQIPIYQAPLQMYGYTQAPYLYPTQIPAYSFNMVNQNQPIYHQSGSPHHLPP
QNNINGGSTTNNNNINKKKWHSNGITNNNGSSGNQGANSSGSGMSYNKSHTYHHNYSNNHIPMMASPNSGSNAGMKKQTN
SSNGNGSSATSPSYSSYNSSSQYDLYKFDVTKLKNLKENSSNLIQLPLFINTTEAEFAAASVQRYELNMKALNLNSESLE
NSSVEKSSAHHHTKSHSIPKHNEEVKTETHGEEEDAHDKKPHASKDAHELKKKTEVKKEDAKQDRNEKVIQEPQATVLPV
VDKKEPEESVEENTSKTSSPSPSPPAAKSWSAIASDAIKSRQASNKTVSGSMVTKTPISGTTAGVSSTSMAAATIGKSSS
PLLSKQPQKKDKKYVPPSTKGIEPLGSIALRMCFDPDFISYVLRNKDVENKIPVHSIIPRGIINRANICFMSSVLQVLLY
CKPFIDVINVLSTRNTNSRVGTSSCKLLDACLTMYKQFDKETYEKKFLENADDAEKTTESDAKKSSKSKSFQHCATADAV
KPDEFYKTLSTIPKFKDLQWGHQEDAEEFLTHLLDQLHEELISAIDGLTDNEIQNMLQSINDEQLKVFFIRNLSRYGKAE
FIKNASPRLKELIEKYGVINDDSTEENGWHEVSGSSKRGKKTKTAAKRTVEIVPSPISKLFGGQFRSVLDIPNNKESQSI
TLDPFQTIQLDISDAGVNDLETAFKKFSEYELLPFKSSSGNDVEAKKQTFIDKLPQVLLIQFKRFSFINNVNKDNAMTNY
NAYNGRIEKIRKKIKYGHELIIPEESMSSITLKNNTSGIDDRRYKLTGVIYHHGVSSDGGHYTADVYHSEHNKWYRIDDV
NITELEDDDVLKGGEEASDSRTAYILMYQKRN*                                               
>Scer_SCRT_05329                                                                
MLDDDKGTAMHPHITPFTPEYSNELLRRVQDLYHEDIKHYYPQLKLEKLLDLLEHTEYLFELYLDSIHHDRPNDALTAFI
IGCYYVFLIIPQSLQFQTRNKSYSIYTDLKKMYENEMNMTNVVLMVKKEIGVVLDESVKHGAGIEHRITKKRAFSVPADD
LSGQVASLSLDTAAPQDHDLKGTFTEDDAEQSSPVWTAPNLEPNDQLKLALLPEVIPTPAFREPERKTSVPVRPSVLLED
VPSIYHEDDTSFASLNPPFREITADRSVTHRKDSYHSVYMVDSGNLKEDNDDLFNVENDGFIQSLDILQKQSIITAPELF
SILSNRVEREKVLLIDLRIPQRSAINHIVAPNLVNVDPNLLWDKQTNTPIYKDDILEHLLKENENFINRNKFDYIVYYTD
VKTFMTINFDYAFIFFYLMLTSQKIPLTTVPTTLLGGYEKWKKTLHSYAQEYHISIEDYLYRPYSQKARLQQEQQQQQQQ
QQPDSQDSSSAKESSTKVPEPPSWKPPDLPIRLRKRPPPPPPVSMPTTPEIPPPLPPKIMVHSQVSSISRKPPIPAKQHV
KKEQLNSNEIIQGKRQHQHQHYDQQILQPQRAYNIPTIERSPNVYVSLSITGLRNLGNTCYINSMIQCLFAAKTFRTLFI
SSKYKSYLQPIRSNGSHYSPKLSNSLSMLFNKMYLNGGCSVVPTGFLKVINQLRPDLKIPDDQQDTQEFLMILLDRLHDE
LSDQQHVANDYPNLLLYNADALKVSNNEYKHWFDKNVIGNGISPIDDIFQGQMENSLQCKRCGYTTFNYSTFYVLSLAIP
RRSMKLSKLGRSTEKRVKLEDCINMFTSDEVLSGENAWDCPRCGPTASVSTSVSALENEPSIVKSKKKKSRFFTLHTGTK
RRHLDFFGDGITEGHNSNNNNTTIFERERSRSPFRMLGGSGKRSSSSTPFSTGGNDSNNSSDYKNKKLTTVKTINFVTLP
KILVIHLSRFYYDLTKKNNTVVTYPLILNIILKNNDTMKYKLFGVVNHTGTLISGHYTSLVNKDLEHNVNIGRSKWYYFD
DEVVKADRKHGSDKNLKISSSDVYVLFYERVYD*                                              
>Scer_SCRT_05552                                                                
MEVDNKRRHSEDELKQEAVKKIKSQEPNYAYLETVVREKLDFDSEKICCITLSPLNVYCCLVCGNYYQGRHEKSPAFIHS
IDENHHVFLNLTSLKFYMLPQNVQILHDGEVQLLNSIKFAAYPTYCPKDLEDFPRQCFDLSNRTYLNGFIGFTNAATYDY
AHSVLLLISHMVPVRDHFLLNHFDNQGEFIKRLSICVKKIWSPKLFKHHLSVDDFLSYLKVREGLNLNPIDPRLFLLWLF
NKICLSSNELKSILNHSCKGKVKIAKVESKPEASESVTGKVIVKPFWVLTLDLPEFSPFEDGNSVDDLPQINITKLLTKF
TKSRSSSTSTVFELTRLPQFLIFHFNRFDRNSDHPVKNRNQTLVEFSSELEILHVKYRLKANVVHVVIKQPSTDGNAFNG



DEKSHWITQLYDNKSEKWIEIDGINTTEREAELLFLKETFIQVWEKQE*                               
>Scer_SCRT_05557                                                                
MSGETFEFNIRHSGKVYPITLSTDATSADLKSKAEELTQVPSARQKYMVKGGLSGEESIKIYPLIKPGSTVMLLGTPDAN
LISKPAKKNNFIEDLAPEQQVQQFAQLPVGFKNMGNTCYLNATLQALYRVNDLRDMILNYNPSQGVSNSGAQDEEIHKQI
VIEMKRCFENLQNKSFKSVLPIVLLNTLRKCYPQFAERDSQGGFYKQQDAEELFTQLFHSMSIVFGDKFSEDFRIQFKTT
IKDTANDNDITVKENESDSKLQCHISGTTNFMRNGLLEGLNEKIEKRSDLTGANSIYSVEKKISRLPKFLTVQYVRFFWK
RSTNKKSKILRKVVFPFQLDVADMLTPEYAAEKVKVRDELRKVEKEKNEKEREIKRRKFDPSSSENVMTPREQYETQVAL
NESEKDQWLEEYKKHFPPNLEKGENPSCVYNLIGVITHQGANSESGHYQAFIRDELDENKWYKFNDDKVSVVEKEKIESL
AGGGESDSALILMYKGFGL*                                                            
>Cneo_XP_572952                                                                 
MVKALPKPCQDWDWVGTEVRTPGQITLEHRRRAAGLVTSVVCPRDLTHLGRETTKDDSEVKGNGKGTGEKKGTGCRAKNC
KSNYMCYNNLGTEKLLEPDAKAEFVISNLGDVPQERNGPAGLRNLGATCYANAFLQLWFHNVPFRNAVYACVTTETTPLY
QLALIFAKLEYGEKNVVDPMGLIDALRLNMGDQQDAAEFSKLFMSLIASEFSKHSDPKLKTLVKDQFEGTMQYITQCECG
YESISETTFLEIELSLKDNTTLQSRLDEFTCPEILDGDNKYSCPSCLSKRRATRRQLPVTLPPVIHFSLLRFVFDLKSMS
RKKSKASIKYPKEAVLGNSVYELKGIISHQGTSAYHGHFVCETYDESNDTWYICNDELVQPKPVRPHKKIKLEKPGDDKG
KLESSKDAYMLVYKRRDGHVSPQFPPAIVMEKVKEENRGLREELNKVGVRKEVLEDEWEHLKGAKVDTDYIVPRDALAKW
IQSPSFQDLYKPFDYSSILCAHSQVDPLKSSDIRTISALAHDKLLLYTSLPEIDVCLICVAEGFVARSSITEQQSALEAF
DELNAKAELEEGGEEERWCLPKTWLIHWRTGKLPPQTLPTHSSYTLLCPHNAPLPSSSAPPVTFITSSALSLLHSIFGSF
PSFQPGTPPCPECSFEADQNAESLAQWKTDVKLDKSIKRHLDPRPPAFGLDYYVLPKEFIEKWEVYMKTPAGEKPELDMG
LGRGRCEHGLLDWDPQMEKQRVISEIGWEMLCQKYGEKEPIKVQFGANPPEGKKVNIASFTPAVCEPCRIIRLSSYDELE
IPIVFAPGPPTSYSTPASTGNTSGSKSGSGSSRNTSRTLRSRLKTLYIQATRQSTIKDLKVSILSQTGITPLLQKIYYKR
RTQPQEQEECSGKGNEEEKELDNDLTIGKLGYLKGEELILVEVKEEGNLDDDDDTVDGGNGGKGKNGKNEGFGGTALLAR
IACPDCTYENDGAAECCEMCMRDMYDSIRTCSLYTPGSDYAQEENRRVTILDLASNSIECSALQAWVGTTGGMTEEDGES
GWEEWIVAFKDAAMSLEWTMKEFRSLYRLQFNNLVYFQSQATQHRRHLMGTDLYPSDKNMADFYRTLEVSKYLEAKKEQP
APTRAKAHNPVTPQTQPTPGSPSGKHIREIFTNKNRCNDCSQVGHNYKTCPKRLYSPGIIRPIKIVQILVTHLQRHHPFT
STSLSASSF                                                                       
>Cneo_XP_572460                                                                 
MQQPANDVQDIILDESPAPMEVDDIPNVHDYEAYAAKCMPDLGLEIEDFQYQTWRIEHWSQQPKRIVGPEFSCGGHKWRI
LLFPQGNANGQPNDMVSVYLDYANPKTAPEGWHACAQFCLAISNPWDPTIQTSSHAHHRFVAEECDWGFTRFVDLRKLYT
ADPANGKNRPTIENDEVEITAFVRVLKDPTGVLWHNFVNYDSKKETGHVGLKNQGATCYMNSLLQSLFCTNYFRKAVYQI
PTEDDIPSESLALALQRVFYHLQTSNQPVGTTELTKSFGWKSLDSFMQHDVQEFSRILQDKLEIKMKGTPAEGAIPKLFK
GQMKNYIKCIDVDFESSVIEDFYDIQLTIKGLKDLRASFKEYVSVETLDGENKYQAEGHGLQAARKGVIFKSFPPVLHLQ
LRRFEYDVEKDALVKINDRHEFPFEIDLGEFLDESADRAQSHVYKLHGVLVHSGDLHGGHYFALIKPEKDGRWYKFDDDR
VTPVTDKEVLEDNYGGDMLNGLVPPHQRTQARTLKKFTNAYMLVYIRETELDTVLAPFTESDTPPHLKARLDHEREQLEA
KKREKDEQHLYLTAKVITDEIFSQHQGFDLASFEDKNIPATDLPTFRVLKNESYPTFKSRIASHFKIPERDFRLWVLVNR
QNKTTRPDVPIHENDNTQTMENIRNSMAARASDLKLYLDYNPDHARFNELHAEGKEPPIMIFLKWFDCSRQTLLGQGKVF
VDKYQKVSDLLGIIQERMGWPSSTPIKLYEEIKAGMIEGMKLKQSFIQNEIQDGDIICYQVELPEKEIADLEAQSLYSSV
PQFYDFLQNRILVHFKPRYEDRAASVPEFDLMLSKKMTYDVMAHRVGEFLKHDPLKLRFTSAHNQNGAPKAIVKRSLNQS
VADITQTSYYNQHAHICIYYELLDISIIELETKKSLKVVWTGRHNKEEATHSFLLPKTCTFNDVADNMLKLVKLEPNGSG
KIRIFDVSPSGRSPREHTGSEMIGNLPESAELYAEEIPVEELQAGEGTKIVNVFHYSRDPSRTHGVPCKFVLHEGEPFSE
TKARLQERIGVPEKEFAKYKFSLVTSTVFKQPSIVEENDIIYDHKWAPDDALGLDHIDRRPNKANVEKGIVMR       
>Cneo_XP_572134                                                                 
MPKSQNMELSVKHSGKTYTVPVTQETTTQAFKDAISQLTRVPTERMKVMVKGKLVKDDTDYVALANQKQSVMVIGAAEAL
PPPPTQQIVFLEDVGDEGIKSDEPTGLINLGNTCYLNSTLQAIRAMPEVHQALKEFTPSSSSSSSLPEFRVTNSLKNLFV
TIDNTPNAVPPLEVISNLRILAPQFAERDQRGHYAQQDADEAWTQLVQALRAALPKNGDEGSVVDRLMSIELTKTLKNAE
TEEEPETTSTETVLKLECNISGTTNFLMSGIQDNLNQQVEKTSATLGRNATYSMQSRVSRLPEYLVVHMVRFYWRRDIQK
KAKIMRKVKFPLELDLSDIVTEPLRKKIQPLNTATKQILKERDARANILKRKPGQGLDEEEKKRGEEKAMVEELVKEGGL
TSGEGSGMYELAAVVTHKGASADSGHYIGWSRVDNGACVPAEQQRWAKFDDNNVTFTDANKILSMDGGGEDSVAYILLYR
AAKI                                                                            
>Cneo_XP_572075                                                                 
MGAGGRVLLVREFSSAALSPAGCRPPTPPRHCLSSFHSISAPSFLLFLYPKSARVPTDIPTKGHFENLFMSSQDLPGTLK
RPRSTSRPPSPSSGSSPKRAASEDPFPSSSDSGRVFDHLITDNGGMVAASSPLRQDIGDNESNKSWVELTQQVKLGSDGE
EDVEGDTTLRTEGRFFLVSQEVWKERNNELLGLLPPPFNHYERYYILPKSIVQKVQLLALGDANDIAVQPEDFAEAMKEL
VPDHSAESFWVIQSEKTVAGHKLIGKAKKEDVWALGDAEENEDYVFVPETGWQKVLEWFGPYDGPSLPRYCVPPDNIEII
PANLRLFIVLPADAITTAGQPDESIQSVLLAPSTTPIKTFESFAVSVCNQEIDRSKLAGQWATRLWKIEKSGENDESLLK
SGSLEITPKALISTKCQLIDTSSAEENLAEAILGSSKSQIIAIEFGKIPEGSSTPVWNVEVNNDKQAVEKSNKPPPLFSK
PAFFSGSGKAASESASTTDAIQTRSQTRERKGKGLVGLQNLGNTCFMNSAVQCLSNTKELSQYFLSGVYTEELNRDNPLG
MQGQIAEAFGQVVENLWAPTSSMHSSYSPRQLKWTTSRFAPQFAGYGQHDTQEFIAFLLDGLHEDLNRILKKPYIEKPDW
KPGGGDKELAELGKECWDGYKKRNDSVIVDLFQGQLKSTLVCPECHKESITFDPFMYLTVPLPIAQNRQFKITFVPRDTE
KPPVNVKLLIPQNASFAQVKDKIGSLFDCKGSSIVGFDLWNNRPYAWWADSDHNSEAKDTDEAIFYELDPSVSVSVPRGK
FGSQPRTTSQDGSLTVPVYTFRTVENSRGGYRAGDVPSDLSLKPFFITLTKAEASDPNAVREAIMRGYTRFMKPEAKENI
YVPASSAQAKAPTPPKSDDGEPGTEIHMSGDQATVVEVPSSRQSPAIGAEEPGEGAPMELDSASASTSAVTGIQLSGSTT



SLLSTNSIRSSISLSGKLVPRADLFKVYVADPTGDFSFKSFRSNEKKYDAAHLYDKDITSASKSWSLLESRKKKAKKHIV
NRLASGISSMVNPSNNSDDEVLSDGSTSTSPNKLEKMKEKLTNSKLAVRPGEGIFCEWSGADFAEWLNDNVKGEDVIDPA
ISKELVKKREGKHIGIEDCLDEFSKEETLGQDDLWYCPVCKKHQAATKKLEIYKAPDILVICIKRFGSSRRMGDKLDNLV
HFPIDGLDLEDRIGERQVAKTLKLNGEDVEGYGIEDDGEPLLYDLYAVDNHFGGMGGGHYTAFCRNQVDNQWYNYDDSRV
SKADVSSVQSRAAYLLFYRRRTNRPIGGESRIKAEEAARNVPSASASPDAGPSTESSTMPSTAFVSARTTPTRDLSPATF
SDELPSYSQVPSPPTLDTSAPPSPTVSDDSFPVTGTYSQGVDIASVGQSIGFGNTAWGSPAKVPESGHSFGTMTRAEWLD
PPAQSVDMGRMSTNMDVEEDRSDVLTALQGDEGDEGTRGTKDEDVEMELQ                              
>Cneo_XP_571674                                                                 
MATPQSRIFDRTDTSICPHLSALLSIPSASSRNPGTSGAKGNTLGFPPGSKGAEIEKRFVDVVKWGALPQGVKRRKTMSP
GCHTCKTPLSRPWACLTCPYVGCMPLVGKGANEKDCMKRHWKSSGRKCAFAVDPSTGTIFCEACGDTTYPDTFESLFLTT
RIRVEESNDHSREPGLVGGKGRGRGEWKSWNPNNIAALNEREVVRTSCRGLRPLLNLSQTCFLSAVLQALVHNPLLKAYF
LSDKHNRHVCTNGGKGLLVGKPFLGVENGPGAVGSDRERGCMCCEMDKAFEEFYNEDKSPFGPITMLYAMWHASTELEGY
GQQDAHSFFLAALDQIHAHAKGQLSSCNCIAHQTFAGSLQSSVICSKCSKTSNTVDPILDIQLDFPPPSVPSSASSSSDS
SAFGPSTNGQADQLTLAGMLRKFCAPERVGDPGGNGYECSGCGGGVGVVAMRKLGVKKLAPVLSFQLKRFAHSSATTSVK
IESHVRFPSTLDMRPYVDSSSSSKSGNDRKEKELPDSLYIYDLFAVVTHEGKLDNGHYWADVRDGEEWWHCDDDKVTPTS
LSAVLAQRAYMLFYVKRSIAYAQPMSRLLAGGSTGTNGA                                         
>Cneo_XP_571361                                                                 
MSCTHLQPSLHSLKPPSPSQQVHREECTLCFDGQDDPRGVVVCLSCFNGACLSPDRQHAHLHYQRTGHPLGMVIKRSRKE
IRKRDSSEPPMKKLAISAPKDEEIWDYHTAFVCLACSSAGQEITAQEPKLEEMKTGIMTALSSAQQSEIKAWEEEILPCE
HTLTLQQESVVVPGNVPSQCSSCDLTCNLWLCLTCGLANCGRQQFGGIGGNGHALKHFHETGHMLGVKLGTITPEGTADI
YCYACDDAKIDPELATHLSTFGIEVMSQTKTEKSMTELQLEHNLKFDFSMVGDDGKELEPVFGKGLTGLRNLGNSCYMAS
VLQTLFSLPAFRSRYTTPEAFNHFQTCPNLLPASCIECQMLKLGDGLLSGRYSHVARLPPPTTHFEEQEAPKFQQGIKPT
QFKALIGRGHEEFSTMRQQDSEEFLQHLLTRLRDEAKRQGRDEAAEPTEILKFAMEQRLQCGKCKRVGLQVEGVDLASLP
VEAVEAGVSEDGKKLYEGVELETCLEQLCAEEAVAEYQCDHCKEKTTAYKSTKFKTFPDLLVLHMKKFQLVNWLPTKLDI
PVSVPDMLTLDHLVAHGLQPGEEELTVSSSSPSLPEFNATAMAQLEAMGFPTVRCQKALLATGNSDAEIAMGWLFEHMED
PDIDAPIELGGSKAASNEPSQEQIGMIADMGFSHNQARKALRESDGNPERAIEWLFSNPGDPGEDAAPAGSAEPSIGGSS
SLPAKYRLKAFISHKGPSVHSGHYVATIRQPQAGIEGEREEEGEWVLYNDEKVVRAASGGGEEMRGLAYLYVYERV    
>Cneo_XP_570779                                                                 
MSAFRKFVGNKNAGISASEGDQDPTDASLLPRANADEERLWGIENFSNSCFCNSVLQALYACSTFRDFVEAYPDILPPRR
PIGPSQVEKRYPSVEWDGPVPGWDPSIRLNKEHRAFIALQEANTSMTPGGKEKRNWMGRKMSSAQSAPTLATLQASQPEP
LPSLPNPFPNFDDPLLVRTPASDNDPPLTLFQTFQTLFYYFSHSPPHMPIKGKGQTKDSEGALIEYTEEEKVDDSGVEVP
EKASSSNQGQPAQSTSASSQQTQSQGQNAQSSGPSKLASLPPPSTFRETGAWRAGQLGWGVVQPNDVMDAVKRSAPSFNN
DDQHDAHEFFSVVVNTLAKEVDAVNEKLRAQGKEVAKMTAPWAKTFVEALFQGITTSETKCLSCETISSRDEEFIDLSVD
IEQHCSITSCLRQFSSDEMMSGREKFSCESCSGHQEAKRSIRIKRLPPILAVHLKRFAHNESYRAIKLFYRVNHPTTLIP
PNTTDNCENPDQIYDLVAIMVHIGNGPVQGHYVTVKRTPSGRWVMCDDDNIEAIEENQLEYWLGNRTQGQGYVLFYQARG
ITAEHLGLKVEKRKPNGVFEPVGEGVRYADGYGQAPAMAPVASATLNNVRTVNGVREEEEEEVASSSGSISVSVPGLKPL
SLASPVSSPSATPSSVGSRVDRQLGFNTPANGVAHESTARPPLKKELSDKKWFRRMSMSAKTNRLMAFLTEVLPPLPSAG
RTRHPRRT                                                                        
>Cneo_XP_570481                                                                 
MNYNPLHLLPLPPTALDPKPIPTSLTLDPFSDVLWVGASSGIVSALCSPLTLARNVHFPAHGCKIGGGGFSAQGVSAVRE
VRVTDRDVWTLTEGGIGGRKRGGAPKWIVSDVTRSLRTMSPNPTNSHELITGGSGSLLLANTARGEVVRSIENSSPVVKL
APLHRTVLAAGLSGQVTVLDPRTGFKAAQNISPVQAHTGGLSGADVQGNIVATWGWTHMQGHPLPDPLIRLYDVRALRPL
PPISFSSGPAFVLLHPSSSSHIVVSSQQGMLQTIDMSLGPSATVFQQLDVSSYITSMALSSRGDYLAFGDGDGQLHVWTT
NETGENAAVDENGSIVLPPFNGYDGVKPEWPDQVDPLPTIAWEESTPLNLVGMPYYNEALLSQFPSECYATSTSPLFNPP
ATIPQPVLSSMKMVDFVGYAPNPKELRGKRYVLRAVPGAEGRARGKGRRDSGPRFRSEKDKKGTYKDKEEIEEELNDGEV
PKYYRKVEIKYSKFGIEDFDFEFYNRTNYSGLETDILNSYTNSLLQALHYTLPLRAIATAHICVDCKKEHCLLCEAGFLF
RMLEDAKGRNCQASNFSRAFSATSQAYALGLMDENTNSKSTAPYGSLIQNFNRWLLSTFSTESIVDGETFHLRPFPQKTS
GLDGLSMNDGPSAIDQVLGVKIKTTNTCRHCGFVSSRDSTLHVVDLVYPKKMNPRLSFSDILRSSLIRDSTTKAICSSCK
AFAPLDSRRSLSPSSGHPLPPVLSVNAMVTNSDVYGFWKDKKDVKEKDGVRRFLPKRVTIREVGKLENGQEEGVKYSIRS
MVVQIQESPDAVAHLVSFVKMPSKDGSSAWIMFNDFLVRPVSEDEVLSFPDQWKVPAVIILERENAEELLNLEVLPKELD
REILFKDVSIAWNRKQDMIKHKILQREEMPKRGTLVAIDAEFVALQQEEMEFRSDGTKNILRPSHMSLARVSVLRGEGEM
EGKPFIDDYIHTSEAVVDYLTEFSGIKAGDLDPNNSPHTLVPLKVAYKKLRLLVDLGCIFVGHGLSKDFRTINIFVPPEQ
VMDTVLIYTLPGSQRKLSLRFLAWYLLHQDIQTNSHDSIEDAHFALLLCKLWMDYASESEEAFEIVMEDIFAEGKKLAFK
PPSSAGNMMAEQQLSPVSFPPLSNGDQTVARAVVKSRMATPPPPTKLGLPQWASQNSPSPLRR                 
>Cneo_XP_569443                                                                 
MSTASPPALSPPAAKRIKLDTEGVPLSSPLKSQQDASELPPATSAPEALPAWTSTPPVDDFLSDEEELEDVKEEEDLTRR
DMYLDTISRQSLDFDFEKLCSKSLSNINVYACLVCGKYFQGRGKGSWAYRHAVGDNHRVWLNLDTEKFYVLPEGYPVSDP
SLNDILRVLHPRYNASDIKALSTLPAPSYTLSGQQYTPGFIGVNNIKKNDYCNVVIHLLLHVPPLRNFLLNPDTPELQDD
RRPTELVKRFATLARRLWNSHLFKSQISPHEFLQEVSKRSNGKFKTTEQGDPVELLGWLVNTLHRDLGGSKKRNSSIIYS
TFQGKVQIETQQVIVHKEYARPVFDIGRDIQTISSPFLFLALDLPITPLFTDMNEKKIIPQVPLSQILAKFDGKTTQEFG
PSLKRHHLTSLPPYLILHIKRFTKNNFVEERNPTIVNFPLRGVEMSDYVDPKPSDPMHTQYDLLSNVFLDTTTASTSSSG
TGPGISKRNPAPGEENQMSWKIHVRAGRAGGNANGSGEAENKGEKWFELQDLNVTEVRKEMVFLGETVVQVWERKDLSEG



KK                                                                              
>Cneo_XP_569355                                                                 
MSIHDSTFSALKDMGIDPMLAREAASRFHSVEPAVNWCFGDGANWQPTTVAESMYGGFNPRHREGTSVEHREVIEVFDSP
SGSPKPRHSHIPLGSNNPFLPTQPRSPHPASHPLPQPPLPPRSPSVRLGTQGLPVEVDDGNDSEGEELRKAIALSQNVEH
SVSEAAPLQDAMDVDGKRDSRERSERASGAPPPSPKSDMPGTIGVTFGPSTKDDVDGKLALVPTSQNNNTTSNEDADLDK
AIQESLMTASFHSASAEANKERPQPTKRGDGVPLVFYSPSGRYTYVAQILQAFAAVPRIQTAFQENVDSASSGDDILTER
TQALSDSFGRMIDEPFSFYEIDDTAKIITEGSERNQLPPLLPTMDFQLIFIDLFERAAIPRLQGMAKDEDELNRLREECR
RVFETKVTGHTPDSITSASYVTFVRQPTGNDVYTQLADVFWGPEAQTTSIKKLGDVLTVYLDWKPSSAREVWKLDEEITL
DRFLQSNAAWAANRRGLQAVSAGNARRIKEKIESLTLHDNVDITRAVSREGMKGKIETILTALKTKVADLEEELKEQEKA
ASAEAFETDDPQYNQHVFNLRAILFHDGAMVGQKHLYMYVRGKDDRWWKIQEHEATEVEWEAIIGDRTGIWMEGGPYMLL
YARQGDRPSSPESSPTRPSDVDVPPHSNSIILESNNTLTPTLPPDYSESTSTSASNGSKSQSSDTNEKNGEGLLLMDMET
PEAETEWVEDAGSEANKDLMDIVMGEGGSPKKEEEIKATVHEKADEENKEVEARSTNKDEDTVML               
>Cneo_XP_569195                                                                 
MSTTKATESSNAPFSDDPSSGPAYRYKPLSATASLTSLLSASPVSPLNPLSNSILPAPVVPRSQIPSLHEEILEPELYDK
LPITIAFTSALHEGYRRKDRYIGDEGCMRLTNMLRTVSAKHPQYNDFDQQDAHEFLRHLLDLMELEEKDAIKILQPKDLP
EKKGRRKKRAAIQPSQADVETQGLQLHDHISPMVSPLPSPAHSLPATPGLSARIDPMSRLKPDDVDLGVVTGKVLTEEPS
ANPAEVEVKITDEESGDHSVEKSVETLVENTVNEKLTPFVDVLFGGLLASVVICEKCKALSHTYEGFLDISLQMPNEGER
TRKRDKVLAFAQRLMPGRSSTAKNSPDIPPTSPSQPLPSALSDNELSDSETNPNTSHFGRRKTLSIPESEGASLGRTGST
KFNLFSRRKRAHSRPSSASSSVNATPTLEAEKTHTVPPSPSLLSERLRHHHFHNKRQATPTPAQAAYIARILAPPQAAEQ
QDPIAKLRAAQNGSGPVNSEPPKVETGLERCLREFTTVEILEGSNAFACHKCWRIKHGRYDHHEATVKEEDENIVPGDST
PSLSTSAGPPLKHPEGSTKNSSHSEEMANSVEQALLLSSPRLPPPSISIRPGSASDSPTPHNGRSDRVGRNPSLGSVSGA
GDPDTRAHSPLKRQIEDDDTLVDLMASTHVDQSFAYQDSNSGSIILPSEADTGEDADARDRSESESDDLSDSESESEGES
GKPKRKKSKHFVMGRAYKRYLISKSPEVLVFHLKRFKQLSSAFNTFASLKKLVFLYVK                      
>Cneo_XP_567778                                                                 
MAAPFPDNGSPVPSVPFPSIHNPLPYTPPPYHAPAAYYRHAPPYYPPPPAPYPSYAPIPMGGAGPGPATMQNGYGGYGEY
GVYYGYAGYPDYQPPHAGYPPADGDDYSDPAKTPSSAHAVPQPPAIVAPNHTPHGMPQQFPSYPPNHPYAFGGGVGYPQG
YTRPPQHMHQHQHHPQPHFHPQHQQHLQQGPYGGYGYQEGYHGGKLNPAAQGFKYNRFQQQQQQQQQQQQQQQQQHQQQQ
QQQQQQQQQHQQQQQQQQQQQQQQQQLQQAHAHAHAQAQAQAQSQGPPRQPVHSQQPPPAPAPIAPSQNQPSEPLQPPIP
NGHSHPEPPTPSTPTATTKEREAQSAAQQEPVPASAAVEQEKETAKDEETCPDASSAIAAPRWNFIHPSSLPSSSSTGIA
TLHLEMNKHAHPQRIRLVRARPGEESDGNSFAIEVKTGLPEEIVVDEQSPSQSQEKGTGRGKGGKKKTKETGRGVWKTGE
KRRVELVFGEIVPEQEKEKEDKAEWVGEKPVVDEKEEEKVEKKERSTPARAPAPAPSPAKPRSWAALLKTPTPSSPSTPG
AVPSSSARVTSTTEAGPSRPRPSTSASPSTPNLTANVNGLQLSPPTQGQQQQQAKTFNYAAAAMSSVPSPHEELIKLLSE
GVSSLRGSGTTVGLSVKEKEALMVPRGLINTGNMCFANTILQVLVYCPPFTELFEEFGKRLKADLARKTPLLEAMIIFLR
EFVSSPESSTSTTSTPKGKGKDKDSRKEAFIPENVYDAMKENKRFDSMRRGYQEDAEEYLGFFLNTLHEEIIYLLSQTST
TSSSMPNGQPSDSSSRQVERPVSPRAGAGINGNADSSSGWLEVGKKQKTHVVRATESRESAVSRLFGGKLRSILHTPGQK
DSVTIEPYQPLQLDITGPAILSITDALRAISTPEIIHGVYSAAKGGEVDATKTVYVETWPKVLICHLKRFVYDTEEGGVV
KRSKAVAYGVDLAIPNEIISPARRTSTSIKYALFGVVYHHGSSASGGHYTVSVARPSSSSSSSTSSTSIQSPAGTSSSLP
PPPSSTTIASRWLHFDDENVREVREEDVVVSLDQAKGGETGSVGGRERCAYLLFYKRVQ                     
>Cneo_XP_567052                                                                 
MTRPPSPPSFTGLPLSQLLQYASDDNGAGSHPPKVWFERACYNADKAKLAERKQSKEDMFVSYSRACQSYINVAMHNDWP
ETKKKDPQLAARVKDFKPMYDSFVAKAKALKEELRHAEASSPAQSKPESSKPSVSRQRSGPEITSIGNIRDRMQALAGHG
MEVETIQSKRLSREAPAKAPKPAALSSVTNSAARSRSGSESRPLSTTTTNGRQLVVTASSKPPPTASQEKSPPSAPVNVQ
ANGSSSRSRRSTLTSEGQGMSVSVGSVAASPAQSPMPTPAAGPYRSPLPSIPSSPQPLPASHPPLPSPEPPRPNVPINSS
DMESHPEDGLAEFERAFPSLSEFGKQWDGDSLQPDTNSNDMYHAPQYPKPPKQPPISEEDDIPDLPSLPSVPTFKPGLPP
PPARPDAYAFSPPATSPSVQTRGQTPVPRGPSPPKPDVGSGVGLHRPASTPMPNIAGLDLIDMPDGDVPQGKAMNGGGKM
EALNSPEAVSRPPQYSDATSRPTPTTRHPLPQLPSRPPTSDAVQPTLKPKEKPKFPFSNSITPDELREYFLNPSVEMLFL
DIRPEDEWKKGYVGREYEKRGARVEIVWLDPTVLLREGMTASKLEDALSLSPAVQREAFQNRHKYDLVIVYDTRSPVWPK
DGPLNRIWDIFFMGHDEKRLQRNPVILVGGYEKWREFIKMRAARHAHTAKGKDVREGVNGYAVMRSDVVSPAPSEISVKN
ANREAPVYQASQYAKSIAENFGAGPQSMTGDSYRPSTHSHSQSQLYTPTYRHHHSRTGSTYSSHGAIAAPPQASIHPGPG
ARRRSDYIEHTGQSYSGSASTSPSIQSTGTTPQPQQQYYASPSLPASNSVTPSISSMASPRASIDYPQAHALAKVPVPMP
PPAVARPMERHDAYTSTHVHAQSLVPTSSGYGQLPSQGQVTRSQAMRRMDTVPVGGKDKVGYWRDVVLGITGLKNLGNTC
YMNSTIQCLSATYPFSTFFLDGTFARSINKENPLGTKGELAKAWAELLRVLWSEKYEFLSPMTFRKQITHFAPQFLGSDQ
HDSQEFLSFVLDGLHEDLNRVKRKPPPVEMTPEREAMLESAPPEVASEREWAIYRQRNDSLIVDLFQGQYRNRLECLTCH
KTSTTYDAFMYMSLPVPSGKTKVVIQELIDEFVKAEVMEKENAWYCPRCKTNRRASKTLTIARLPPVLLIQLKRFTTRDG
LFWDKSETPVIFPIRGLDLTRYLPGPAGSSIGSGRQVGPDGTFDPRAQVGPFKYDLYGVSNHMGTLSSGHYTAFVKSKEG
WKYCEDSQVMPAQEKDVISRPAYILFYKRVPG                                                
>Cneo_XP_566789                                                                 
MTTASPFLFQSSLHDTGLIHEMLSNPLKFGAPVNKKSLGFEAGLFPSTFDLSWPEAIATAKRAAGLHNPSMACYANATLQ
VLLHTPPVLRIALTHDEGSCSQIKKKNFCMLCSLKHMAEGSHWSGRKAYAPGIHRSLSQIKKGFSKNRQEDTHEFFRFVT
DALQNTALAKLPKCVLPYNHRKFAHTTSRDTPEKIKHTSWVYRIWGGRVRSRVVCSRCNNPSDTFDSFLDLSLDVNKQGK
KSVLGMLAGFTKEDRLEGDNKYHCERCKRKANATKSFKIDQAPPILTLHLKRFSVNYNPYSGRARAEKFNQPIKFEQTLD
IAPYMVDPASPGTKYRLFGVTCHRGTELRFGHYTSYVRGPSGQWFHADDDEVSPVQLEQVLNDKTAYLLSYIRVDNGNEG



LCESPAVRDRVKGLVNGSAKGMRDDESESQSEAESSSHKSSSPIKRKSTYDPEDPPRMKIGAFVNNKAYAPSTNKSESPF
SDGENKMPPELPKFGYKPKPTIRAPAPVEASSFYTSPVARPSNSLAGMSKKEKKKFKHKEKGKPRHSATPMPFAQGRVGN
GRNRQPGVLSRMKGRA                                                                
>Cneo_XP_566583                                                                 
MPLPADSSSTSIPHRSSSISEHADSPVIVDEPEIGLPEAPYRPPEAVIDPPEDDPPPYTPGIVAEHIGEDGDMQVDSKFT
AKDFNAWQSNLESYDQMEIDQSTSQSSMPQLGPGVLPRRWLAIAHEHELVRPYIEALPPPSKKFHSQTHAQVAAGQASLP
PPSQRPTPVFASNNPFAQDSPRIATLEDIIQALPGDGDDSEHWYFCSTCWGWLKIKAGHGLPPGLQSMEEWEASVIEQKA
YPDIESFEKAREQRRDEWARLVGIQNSRLVAPQEHHHFHQFNTLLPSSKLARIDRVVVEEHLNVFPHITVGLDPEESWES
FNLPHSPSRLFLSDSSDVWISVDEGLVPGQLPVGLVNAFTAEKMSNPNPGLDGVQSVNEAWNLIATLLINPLFKGQRGWV
NLNNAKFQSKIGAGLASSHIMYHIGFACQQEPDVHVEGLDRGDTLFVGVPKAKYMTATAPFPDNVREACHILGVTKYDTA
ETLETAYDLQIMFDEHNTPRYLGALERISEASVVGKSSLELKVAVERSLDKYTDAQMTDEVLKAYSLIGYTRQHAEDISI
PPQGAPDDYILSMHKSAIQASTSSQQRQDLNRALVLIGKDRRSEQLKSMGEKGQTFVSVQEAYEALSAPRDAVDDGLIMQ
YEMAVNEYPGKADHYRMCLSVIADAPGEERPGLKQFLQTGSRGKLRAMYSIDQVAKVPIQNLMYPLEKIFLQDCKTSVVR
QLRLLFLQLYKTELPAVRPDEELAYLAITRPEIDSMVEQTQEPPTELSASTATATDSAQITPNLLDSIPSVPELTTLPSP
SSTIFASPPESPRQDLTGTPIPLEQDEITEEMELDADKENIRSPESSSTRSRDTSSTSTILGKRGNQDRERDNSRSPGEE
RVKYKQAEGSGNNATRGKSESESALEFELGTGSRVETTQADQVESPSLGTATEIAHLELTTPAGSPSQTRKEEAEVLALT
QPEDKYESPSAPPSLPPRPQARKQETLSSGLRFGLQQDAAEVLINVLSQLELALEQPGEDGKEASNLIKNLYSCKYRQQT
VYESSSPSSDDQPTYDAQTPVESVFTHPIIGVEEEGKDLYDCLAELYLGGSAIEYEGKKGFMMDLMDEFPPMLYIQMRRS
QYDPVTGRDRKTNTHISFPQTLCMSRFLTSAPAEKREESIALTREIIRMRTRLHSLRNHTPLSIPSTYKHASSALRQLAS
SGLDIPELNEVLSPELCDALDREGDEVIKEIEELQQELPKLKERMDEIWRDVHEEEEEDEHVKAYDYELVSVYMHRGKTS
GSGHYWTYQAHLPGHKFYNYNDEKVTVVPASEVLQDRTGSDANPALLCYARKGWDLVDSLHREILEHSSPEVEELVLT  
>Cneo_XP_566542                                                                 
MRKRRTTPRSNISKNANISKQLATTLPEGETQSTRKIQAASVEKQKPVIELLGAGRSTLVSNDEDYLSPQVPPKPIISLE
HPSSTTSTIKVATTFPHIVFDDLWIDILSFFAQVYLALYEMTLGIGKWWAGTEIEDSHRGKETKEKEIKAKRRRRRVEPS
SNSSDSATGRFFPGMVNLSGTLCYMNSVLQSVASIPSLIIHLEKVIDLAVEVDIPTHVTDALLDVIRDLNTPNKRPPPAL
RPHNLLTALYPLPAIRRLLSTHEQQDAHELFLVLAEAVSDEVVKVAAEVAKVRGIGEIISLQGYLSGKNDGSDQPRRAGD
MEGAKRRQRIRGVAQPWEGLLARRRVCQRCGWSEAIRMDTLGGIELPVPLHGNTTLDACIMEYLAPEILSDVTCEMCSLK
LTLDYYTSEVERLSGSSCKKTSTKEENEPGSDNQVSASRKKKAREARRAETRLREMVNSNTVSDFGEPNLTPLPSSGLTA
QIPVKWLTAKTASTRQCVIVRPPQSLQLHFIRSEFTMYGTVQKKTAKVSFPLLLDLTRFVSDGVWEERGGIKNMLASVST
EKTIPPITGQRVIYQLESAILHYGFTHSSGHFVSIRRKPSPSLTKEEKSFRPLQVAKNCPDGCKCQDCVYFGQVRDLENT
KVPGRGWLRISDADVEEVGEEALHEAGGAVVMLFYERVMEYVAKKVVHDERLQGDGDSQDAGGLEDNI            
>Ccin_CC1G_00486                                                                
MAEPSPKRADIQSRESGEGDNAERPAKRARMDLDQPKDSKDRADSPQSSDEDDETLGQTLPPATDLRSSDLYLDTINRQA
LDFDFEKLCSVSLSNINIYGCLVCGKYFQGRGRNSYAYAHSIHEDHHVFINLETTKVYVLPDGYHVSDPSLEDISFVLAP
KFTPESIKAISTGLYLTKPSYDLSHKPYLQGFVGLNNIKRNDHMNVIIHALLHVPPLRDSLLLSDYKGKEPELLKRFAGL
AKKVWNPRLFKSQVSPHEFLQEVNRASGGKFRLEEQGDPVEFLGWLLNHLHKDLGGTKKKGSSIIFKTFQGELRVETQQV
VVRPDAGENEKPRFDIDRDIKTTVSPFLFLAVDLPPPPLFQDAVEKNIIPQVNIYSVLAKYDGRTTQESAGHLRRYKCQK
LPPYIILHFKRFTKNLFVEEKNPTIVNFPLRGLDFKEYIDAPPSNESTLYDLIANVTHESVAGTTRDKASTVWKVHVRAG
GAGGDNEKWFLIQDLIVEETRKEMIFLGETVLQNRDINPVHRYGSAGALVLYLMEENRILHNGYSAAWGVSARYTPVRPP
*                                                                               
>Ccin_CC1G_00541                                                                
MARSKWISFAAQHALNKDSQKSAQPDQPAPSPPPAEVKKFGLENALYFCTPFRDLMLQASDSSAPQDCPAIPIASTVNGL
GNKHQSRPRQPERKQSTSVIPTESTVGSASQPSATPIPPSPPTLFSALRSLFIHIATQPGDKGTVAPKAFIDKLKELNDI
FRSTMHQDAHEFLNYLLNRIVEEMEVERKQTRGSVQGEDLSGSIATLGSKAPPTLASSTSGTNARDATLVHRLFEGILTS
ETRCLTCETVSSRDESFLDLSIDIEQNSSVTACLRQFSASEMLCNRNKFFCDACCDLQEAEKRMKIKKLPNVLALHLKRF
KYQEDLGRYIKLTYRVAFPMDLRLFNTVDDMEDADRLYHLFAIVVHIGNGPHHGHYISIIKNCGTWFVFDDDNVYSIPES
DIPKYFGDSNSGSAYVLYYQADDIDLVSLGVQLPEPPEPPPTQEPATDISAGLKPPITLATHVVGHPPGLEPYPPISEEL
DAQDASTTLPAQSLIPEKPTTQLTPVNVTVIPDTADQSPPQPAVSSPSTTRFGNFLNTLRRAPSASLAKANISATTSTST
TDSRRSVSDRSPRLSASSPSLSVGEDNHSQTPPPPVPPLPPNILTTAPPTPHTNGEDKEKPKKEGKGWFGKRKSFKAVSK
TPTTDSPTAVLPPSPNRRTTEERPPPPTPSNSNWFRPFGSSQRDSQTSDHGRSRDTLPEGSQSEHLTPRNGHASGGGLSP
YDDIPSTPASTSSSLNSAPVNSPGFSSLRASAPPSTSSSSGSVPKKHNYHHGADRHSSSHDQHKPKNSRSSSPSNDNRQR
PFPSSKKSGDFDRSLPPLPHTPPTTYLNPSSSTENGHLIPFYSEPEPITSNGYHHHYHQYNVHHNHHQEGGQHSATSQSA
PPTSFPEALHQRSTTLPPTSIASSVGANTSSGSNSSSTSGIRKATRKLSLTAPMLGFGRSKDKK*               
>Ccin_CC1G_00548                                                                
MEGSDAPKARRPLPTPGVGNGTQQRPSTPVQAAAQRPISPSQFYGTSKPPLPTRPKNPGSTHTTQQRPSTPVQAAAQRPI
SPSQFYGTSKPPLPTRPKNPGSTHTAYVAPAVSDPPRYGSPSSAPPGYREPELIVEEPEVEDDTLPDLIPGNDYDWNKST
TNTAASAYGNGWGTEQPPGEAWSEISSWNQSWDQTGSATGGLYSMDQFNTRRDNEVAIDGRSELEESRWWNEDERVRNGR
PGTGMLAPVVAENMHDPLHSLFSVNIAAIPPAPATAPLPTSSFPASTPTPSESPSSSQAAANHVFPTEEEVRAAVPHPNA
YYCPKDNGWVLLIWKSSSVAPPVTSSFADSLPNQDRRKRIQSCVSDAEQSSTSPNKTHHFHRYIKAVDSLKLTTPYREDP
WRVEDVMKQKRRGQTVVEDVHKLKDGLDEKVEQEPEGKLLDLYVCCQCQLYCVVSEVIPGVVPRKHLEEFVRDKRNNPAP
GKSGEVSVSTGMETLLLAIENKIFKGNHRLIKIQSTGFKTKLGWSPNIKRIFEYLGFVENTANNDATLMSPNTEIALNRK
KLLRAWIELNAWLVDYRKQNSSAFRDPIYSEKKVWVQIDNAREMYQRGIGAHPDQIQRGVLTPTALTSLRNLDDAWRGLG



LTPTTFSADLLAFAYLAQCRCDPAKTPRYFTWFCDIVKALETSGESSAQLQELMAMEQSRNRFTEMDIHLAAQNLGFGPE
GHLRVDYDDDVDEDFVENAWKDAVKRAYRDPVNGSEMQRTADESLRILAEARGSNRLRQLWENKKNSMSPERAYDTLEVP
ADVDDAMLIMVFNMRCEESTSQMDKMREALTVIAEVRDSERLRQFLLTNQDPGDITLPTRPDFPRGLNQLGNTCYLNSLL
QYFYTIKELRDAVMPMSTLDIKAIEEEKFSEEDINKHRVGGRRVSRREIIRSRKFIHQLANLFFYMQSSSDSAVTPSLDL
AKLALVTSRDEEEEDEAEKGGSDSSHDSDATLVDGEPSHGAPVNADNSDVAEKNSVLGKRSRELDANRQGSVMDVDAQDV
DGFVMVASPRKGGSPSPMEQDTPPQAGSPSKDKDGDVSMKPVPARKRADTYDGGMMFGRQHDVAECMDNCMFQIETALLK
FGSKTEADSSIIKRLFFGKIRQRLTSANLTSRASLHEKEDLFSHLPVNVTNDGVDIYDGLSGYFDDVVEYQGGKARMEVS
LVDVPLLLQIQLQRVQFNRETLQPYKSQAYVKFGETIYLDRFMDSADPRKKLRSRTIQRELNSCRERIQVLLEGKNGSFA
SALDRASGYLGSLQQTVPGIEDHLVSELQREKRHVEMEIDNLRVRVDQLKEELETLWGNSKEFPYELTSVFIHRGSSPSF
GHYFFYSRHLPQEPDSWFKYNDSDVSVVSKDEVLQDTTGSTANPYLLVFARKGSNVVETVNRFDPTQLLS*         
>Ccin_CC1G_00766                                                                
MKQSGTCSTAAASVKSSPLPFVTGYLLNQGWTQYINVNLHHLFFIGRLRKVVKTEQAVPETTELTRCFGWRKSDGTISYD
PIVFNEAFLPLLQDAFKGSPAEGVVENLFRGKMRRGSEYKDFYGMCLAFLRWPSEADVQLFSALEVRVHKMKSLRDSLLH
FTTTHQFDSDPYVLPTGTSPSTGEQVTFVELPPILQIGLTLFELDGENDNVFRVDNESFELPEEIDLGEFMDPNPGRVTS
QSSVYRLFGATLHQGRGQSEGYTLMVSPRCRSDEWLHFVEHARATACEGPISGRWGSKAKIATYVRALSITEVLGEFDDF
DKTVPPHIVKRSVRHPEGSLDQDNTYPVSFITDDVMRRHTGVDLFDTSYIGGHPSVRIPRLYAKYEETLGEFKNRVARYL
DFPAHGLRIWVMVCRQNGTVRPNTELEDSKMTMKKVYHIYRRSREPVFPQPGLAVYVGKGHAPPHSALLFLKYFDIEQQR
LSYIGSVEVSGTDDVQTLVPIINHKMGWEADTDLVLYGRKLSDEEIKKYEDRGPVHSLEEVYTQIARKLTFLFQPYEHTT
KFSLDKRELYREMDRKQDPEFAITIDEELTVDELLKQFGRHLQLEHDPGTNNLEDHVRFFTMDWDYVQLYYDESVKELFE
TYIPAASRRTSRVLPLLYERF*                                                          
>Ccin_CC1G_00775                                                                
MSSANSSNGPKSQDAMSVSEIKAKAKEAVQKEGRRASAMSLIKTARAQLQNAKDFEVKGDLKSALASFIKTASLMKMAMD
SPEFSQLPIREAWNDLVTGDCKDLTQRTRAVEEKLKAIEKQAADAAQNDGPEIKAGGSIAERVRALQDSGLSVGTAKRFS
REVANLPTPPTSPSRITTANSNPVISSIVPPTPVSPSPHTLVSPSSFGPPSPSSSPSSSPQFDIQGFSQTFPSIDELDEH
PAFSLPSVPTGINGEIHKPTPKPLANGDAGPSPLTSFRNYAVHIERPSSTPIPPIGNSFASRPGSPSRSPFKPSNLTSSS
TPKIQIPNTNSALPKDLLNYIREYNVLLIDVRNREDFDKEHIKASAVICVEPTILKREHVNADSIEDAMVIAPRGESSLF
ENRDKFDLVAVYDQSSKSFGDANSPLSILVRIISEQAFKKMLKRMPMMLIGGIDAWKRDLGGAELVKGESAPIDVPRTNS
GAPASSAPGSTEAPKAASPSSPNPNNPFTSPMFSAYAAGALPSTSPDPHQVWTPRPSLNGHVPSFSLDTSAHSRSPADHS
PSLQNGTSNLTRRPAMVRPASSSISLSRSRSDLPISPLAAPQLNGHSSGPISYPSFPRRISPTASGSAPPTSFQPPPAFD
IASPPQASINPSTLSRRRSDYVDQSQEALSALQARSPIDYPELSNQILRPPPLAAAPGLDRQDNRPRVQHATSPFSANSM
LQAPKAPRINSDYPPTYWTDVQIGTSGLKNLGNTCYMNAPIQCLSATVPFARFFTEGRWKTAINYTNSLGSQGRLVQAFA
KLVHEMWGGDLPYLTPMDFRKSICQLNQQYIGSDQHDSQEFLSFLLDGVHEDLNRVMVKPKIVVTPEQEAELERLPPMIA
SDREWRNWKARNDSIIVDFFQGQFRSRLQCLTCEKTSTTYNVFSILQVPIPNSRSSKVPLQRCLDALFNEEVLEKDDAWD
CPQCKTKRRASKTLSLARLPPILLIHLKRFEANGRFSDKIDTFVEFPMKSLDLTNYMPPPLPPGADKSEINGGVPMSLED
PRTQVPPYKYDLYGVTNHYGNLSSGHYTAYIASRGGWMLCDDSSVKPIDPRQVVNQKAYVLFYKRVRA*           
>Ccin_CC1G_00857                                                                
MTSLPSPASSPSLTPSDSTAQLNSNRKRQRSRSMQSDTSTASVKRSVSEGNSLESVRSDQMSSLTIADSNQDIDAYMAEQ
GEADIPQTLSLTPPPEGATQSTMSTSDEWSLSASEKWQLVDRAKNKPMTAGETWYLVSREWWKLWARAVGGLSDKEAPVP
ENEVGPVDNSPLLDASGRLTPGVVEGVQVEFVPAEVWSHFDSWYGPANHAIPRRVIERGMFGTTTVLELYPAEIKVFRLS
RDSAEKAAAGPHYPTIQVSMGDTLKDLCTRVADAVKIDPTVDTPYRVWRPTAVPDDWRSIDFPTSSLEDADAKVIDESPH
LLENQNIMSGDAFIVEFKQPDGWLIDTQAAAKKPVAAIEPPPPLFDSKNSFFNRLGTSSSTVATTKASTELSTAFTKPTI
SINKSSFTKTLEPGTLGLGNMGNTCFMNSALQCLAHTKELTEYFLNGVFKAELNRDNPLGMQGQIAEVFGALLERIWASS
GPSTSYSPREFKQTLQRFAPQFSGYQQHDSQELVAFLLDGLHEDLNRVIKKPYVEKPDWEGGGDAELVKLAAKSWEGYML
RNDSVIVDLFQGQYQSTLVCPECEKISITFDPFMYLTLPLPVQKKWKHTIFYVPWDLEKPHVKVPIEINRDSSFRDLRNV
LGRWVGAIPENLLMLEIFQHKFYKLLDDSLPVNEMSETDVIVCFELPCNARMNRTYKKKEDDPFILPLFLCDAKPTATRG
FTYRSGPSLFGYPAIVVVDRGQATTVDAIYDAVITRLQRWTKNARDLYDWEVSSEPISEVSIPVPGFPPLETVTEITPTA
EGEVVVQPSAEESVIVDEKNMVVDEEAPSDDVELEVGTPRPYRTKKDVFTLKIYTNQKEYGAGYGTYSRTEEWATWEHRL
ADQETGIDPFLIRQDDALYAEFDENMKAYYFGDSKLENARWDEREWEEFVHPELAANQKADSLKQRRGITLQDCLEEFVK
EEQLGEDDLWYCPSCKKHQQATKKFDLWKAPDILVVHLKRFSNNRILRDKIDTFVDFPVEGLDLGDKVGERAVATRLKEQ
GVELEELKTVNLDEPLVYDLFAVDEHMGGLGGGHYRAYASNHLTGKWYHFDDGYVKQASAEESVNSNAYLLFYRRRSSKP
LGGETYQRAMQKKPQVEPSLDDSESTEINLDDSGLPTPPSEGDATFIGPSDRFSPSSSTLPFADYWNRSNPTSSGPSPPN
DDPPTFEDAQSDPLVIPDVHESFAYDSGIYMSSYRRTSPTSSNEAEADGAESFWDELVDSGRNSPSWEKGSRFASPSHSE
SQSSDLNLNPFDDQNVQRIELDDDVKDEADVTKRA*                                            
>Ccin_CC1G_01346                                                                
MLASPLLPAPPTFGPQPASDDYRPAKDIEAFNNLLPPPVEFVEGSSSGAYAVPEGKYKPINVPSSPKAPRHEKSPELTNG
TPATPKPVSKPDAQPKTPKSPTKSLYPTGIDTSWPPNCNIGSGLHNTGNTCFLNSALQCLLHTPPLLRVLSHHKQESCKV
DRGFCMACALRQVAAKSFSSRSPFAPSQITGRLQTIAKHMRKGRQEDTHEFLRYAIDALQKSCLAGYPPKIDQKLAETTW
VHKIFGGRLRSRVTCRDCGYNSDTFDRILDLSLDILKSDTIKDALRKFVAIDYLKGADKYKCEKCKKPVTAEKRFTIHDA
PLVLTVHLKRFSPLGRKIGHPVTYDDHLSLQPFMSEGSFGPTYSLYGVICHAGGGPHSGHYYAFVKSRDGKWWEMNDEMV
SPINGPPLSKKSAYVLFYMRAKGQGLEGAVKSQINGVLKEQRSKPRLSESMKAPKPKDRDADDEDKGEKLDRPFIGPLLP
SPSINGDSKKLNPVDPQAASLKSKIEKARSSMSTLEQYKSDDEDSDKEDFGEKVEDKGEETKGEPPSSPPKDVEMRPSSP
HPPPPSSSPPHGASVTNGIPPTSFYGPTPPKKRKTPDNAHEGSSQKRQLLSSDFKKDRHRNPFNGITYKKRKPPRGL*  



>Ccin_CC1G_05255                                                                
MAKQKQLTAQELYRQRRQREEQERTAYLPPGLINHGNTCFMNSVLQGLIATRLLSDLVHFAPIPPSVQQRAATVIAGQRS
PQLTNGHNLAGPYEQKWVNCMPIGDMFLSTIYRAWELQAKRQKEIMSPRSVLSALGRKYDQYLDFAQQDAHEFLRILLDA
MRMEEHDIIKQRQPPPPPKKRRRSTLVPGPPPPPPPPPPIPEEETLISFVDMIFGGRLTSILVCQKCKHISQTYEDFNDI
SLSIKPEDYSFNRKRNRLKNLAKRLTGNLPAFAVPELVQRSSSVPPSPKERPEGQLIRHDDSPPPSTAVRRKSMEFHPTP
EATPAVETNGTDGANRTNATEEDPHLLVNVTGPEGKHIEFVEVSSSKGDASDKEKEKKDKDSDSESNWAKLGRRLSLGLG
KPKDKEKKSRAHHRVSAPIIEGVPLDLLDESAAPKPTLLHPHRASVPPGALESPAATINSQLTDSPRPSMDSSASISSIP
SKVPRSKSPKPPKPTAAETEYLRRILADIDTSTSTSKGANHHPLPHPFSPHAMWLGGKTLSGIEECLRMFTAVEVLDGEN
MVGCRRCWKIANGMSVKSKSKGGVVDDDEDSDSAGGDEVIISEPPPPVQPEASSSGHPQRPGPLAHIQPPGVHIPTSIST
PTVSFYGSRPEDEEEPLKDKSDTRSISSLPTRAMSNQYHTASSSASASTSGRDSPDGTGPGGLPIPVISTTAPPDSLADE
SSESAAPSIRESSPEPEPPQSLPNGIVAPRPVRPSNFNDSDSLLPPPRHVKRKGDVTTTDEEESSGDETDTSVGTSVSAD
SVAGAHTPSASGTTSTPQTQPKPQPKKPPKPKPVIMRPAYKRYLIATPPPVLVIHLKRFQQLNKNNPFTSFSYGFKKLDD
YVTFPEYLDLAPFLAPKKEDYGLGSKKNRLKNKLKVGMGQKAEEERCMYRLYAVVVHIGNMLGGHYIAYTALPSVSPIEG
EGLATKEYEEKLAAVASAATTPPTTANPSTGPAEGSGSKSSTNGSKPVDLQPTNSSPSISVEPPTPIPTAPLSLSSIASI
PAPQPPPQPQTPPQSQSQPQQSNSTSSLPSTSTSTTKPPAIPATISQSHSQASSQSGKSSSSTTGSHSKQHETGKAKDAS
QPKERQWAYISDTIVRLTTLEEVLNAKAYICMYERC*                                           
>Ccin_CC1G_05800                                                                
MSCSHIDTISTLPPPRLSQAVHREECTQCFDNQDLPAGIDVCLVCFNGGCLDNERRHAQNHVQKSGHKFTLNIKRKVKPS
AQRAESEEPPAKMTKLAIVEEREEDKYDQFTVVKCWLCDREKGLEVPEASSNPGVKSLVDGVLQSLSSARQSEVKAWEEE
IVPCEHTLTLEQLQTGPIPQSGLAHCNACDLKENLWLCLTCGSLGCGRQQYGGLGGNGHGLAHFESTGHAVSVKLGTITA
EGEADIYCYVCNDAKQDPELARHLSTFGINVQTLTKTEKSMTELQIEHNLKYDFSLVGEDGQALEPVFGPGLTGLANLGN
SCYMASVLQTIFSLPAFQKRYNDLAVNHARACTVSLPADCVECQMHKVADGLLSGRYSHPANYAASPHQTPTVSSSDPLQ
HASPTPVFQTGIRPAGFKTLIGKGHEEFSTMKQQDSEEFFTHLLTVLRRDMHKFKDRSEQDATTIFSYALEQRLQCNDCK
KVRYRNDTMDSVSVAVPAKEKSKDAEGKIEYEDVLLTSCLDALLSPEALEYSCPSCQKNVHALKQTKFASFPETLVVHAK
KFQLVNWVPTKLGEEEFPAEAAEAAPGLPEFNAAAMAQLEGMGFPTVRCQKALLATGNSDPEAAMEWLFAHMEDPDIDDP
IPIPGPGGSSAGPEPSPEQVAMLADMGFTPAQAKKALRETSGNAERAVEWLFNHPDDTGEEAAPAPSTSSAPPTLPGSTA
VPARYKLKAFISHKGPSVHSGHYVAHIRVSDDQWVLFNDEKVVKADAESVRDLKRLAYLYVFEKI*              
>Ccin_CC1G_06951                                                                
MQLGAEDTSSIELLCSLAAVDTETARRVFHKHGGDMNKAAEALLGGDKGEDHWSTQVQRHNTPESSYYENAPGPPIQVTP
APAGSEIDLTGESDPYQTIPAASFGPSNRAPDPNWQMVPSNLAVSSTPAGISQEDQSLNDAIAASLNDFKSEEKDTFELT
QHVREGGRPVALRPESPSLACAALVVQALYHVPQVRAAVAQIGLPDVPSDVALSHSVRAVWNLVELFTNMDLAQLAVIVD
VEVLPSLVKEEEMEKTGDNPSDRAAAMLNNLGGTLEEYLSARTELIPLFNFTHVNVELINRLPRKVSRTTIGGIVKIEFD
GTENDLIQRLSSILSRYEEGKSSHDVIVDPSQMLAFNLSRHVASTGTTQRKADAVPLNYPKTFYLDRFMFRNLELANRKK
AQEQQYQREIQDLTSQREALTTFDGRDAIQDLKNSIYYYEKVAHANGDQARQQTLDYTVNQLKDVLTMVESKVEGIDRRI
QELEALAADVYNVPELQQFRYDLRAVLMHTGLPGRKQMYSYVQDVEGVWWKTCDYEVTEVTEETVLTDPAGLHLSAGPFL
LLYSMHLSDEELRRPVQWPEIFAKPTEENNRKFLSMLPPEIASKAKKRRSLPIPPTTPRSTTPSRTGQYLSPQRSATLGP
RPSPVSRSNSKVSETMTVD*                                                            
>Ccin_CC1G_08832                                                                
MGIESYLPWMWSSSSAASGSTGSTGKSGSREKKKDRKAIRTRAEQIQLNGNAKQHGSGKEEEDEGYYPGLVNVSGTYCFM
NSTLQALASLSYLQPHIDAIHAKAEALDVPTPVIDALKELFQDLNTPKSAYRAIRPMDIINVLSQQTEGRTNSLFYSREH
QDAQELFQVVSECIKNELAAVDKEGLRDRGFGSALDKPSETTKEIGKSVFDGLTANRRSCVVCGYTEAVMHFAFDNWQLS
VPRMAGSCRLEDCLEDYTRLEILKDCICRKCSLVATHNRLKQELATLEEATKPGTNPSSSKKRRLKEVRKFEARVRAALA
EGRIEEDLKDVRIEKVFSPASTKQAMIARPPPVLALHLNRSIHYGHYAGKNNCRVAFPEVLDLTPFTTSGSLSTIPTASI
STPPPAVPRSTTPTPSTYSNQRTIYRLAAVVCHFGGHSFGHYICYRRKPRPTGLPKEKRFAPPVLVDPLRIPDGDVDDEN
QAQSQGPEYIFEDGETQPGKGWLRISDDSVRECGIESVLAEGAGVFMLYYERAVPPRPGIYPSQSGTRVSEETLRPEMKT
VELNGSVGSFGGFFAIVFVGEGQGEGDTGRERFKHWPCVVTVDIVGGTKGDQKCGGWEGEEYEYTTVVLRGLATSIELST
IRIDAEIASEWKCNPLGRVK*                                                           
>Ccin_CC1G_10183                                                                
MSPNLQPGIKDTSISVRDTAAFVDRYMPKDVAEGYITRELKAFTWRINQWSALEPGEARSPEFTCAGFKWRVYPSRACFD
YCPNTPNYLIRRIYLVNRAADGRYPSRVSLYLECMGPAGGASSTQEWSVPAQGLFAISNAVDPTIHHSNAIHHRFNPDEH
DWGFNQFLDTELLASTATRPRPFVENDQVDITAFVHVVQDPTGVLWRTFFGDYDSKKTTGHVGIKNLGSTGYMNVLLQAL
YFTNAFPKIIFQIPTEGRRWPERNTPLALQRLLYSLMTSEEAVSTLELTKSFGWKPIDCLIAHDVLEFYRVFIDNLDTKI
KGTPAGDSLRNMISGKMKSFLRPINMPDQESSRIETFTDLQLNVKNLKDLNASLRDYTSTETIEDYPFQDLGNQNVLKGI
TFESFPPFLLLSLKRFEYDIATDSMVKLHDRFEYPARIDLAEFLSETVAAQSKSEPWVYRLHAVISHDGGIHGGQYLAYV
QPDRQRWLKFDDDRVTPVIEREVFEGNFGGYPSGPNSGKSAYVLVYIRESAREFWEAPMELDVPAHIRNPPPTESKVVKP
EDERQKNSKFMTVKLVTEQSFTFHQGFDLAQFDGPKDEESRSPSAPTSFRILKTETLETFKSRVSDHFDELPEDSFMFWS
VILRQNQTIRAHAPLHGSIPGRTPDDLIIQTMDAIRSSTSPETHVLRLYLDRIPPGLQGSPFPPPGCILVFLKYFDASQQ
SLIGLSKIYAPRTEKIGVVLAPVLQKALGWPLDEAFRVYEEIKPTMIERINNLKRTFEQSELIDGDILCIQSEISSQETS
DLKARGLATDPVEFYERMRLAPTQGQTLPGANLPSSTGPKAPVVPSPKHTSQLGVVVLGEKEK*                
>Ccin_CC1G_12961                                                                
MEILDEKQPGPPMEVDEAVSVRDHEAFAAKHLPDLGHDVKDFKVFTWRLENWRQLDKKLTSPEFECGGHKWRILLFPFGN
SNAPPNDTVSVYLDYAEPKKSPEGWHACAQFALVISNIHDPTIYTVSHAHHRFIAEECDWGFTRFSELRKLFQPVEGQPR



PTIENGSADITVFVRVLEDPTGVLWHNFVNYDSKKETGFVGLKNQGATCYMNSLLQSLFCTHYFRKAVYQIPTEHDHPTE
SVALALQRVFYHLQTSDQPVGTTELTKSFGWKSLDSFLQHDVQEFNRVLQDKLESKMKGTKAEGAIQKLFVGKMKSYIKC
VNVDYESSRTEAFNDIQLNVKGMKNLYESFKDYVAVEMLDGENKYQAEGFGLQDAKKGIIFESFPPVLHLQLKRFEYDIQ
RDAMVKINDRHEFPFEIDLEEFLDPAADRSQPWVYKLTGVLVHSGDLHGGHYFALIKPDRNSRWLKFDDDRVTPVTDKEV
LEENYGGEPLNGIPPTYQRNQGRTIKRFTNAYMLVYIRESAMDEILAPFTEEDTPAHLKRRLDEEKLQQEAKKREREEQH
LFLTAKVITDETFSRHEGFDLASFDEKNWPPSDLPSFRVLKQETYATFKNRIARHFNYHDNQIRLWVLVNRQNKTVRPDT
WIPENEPTLTVDVIRNQMAARQTDLRLYVDVIADPSKPDPPPQTIMIFLKHFDTTKQSLTGVGKVYVGRQSKVGDLIPII
NERMRWTPGTPLKLYEEIKPGMIELMKPKLTFSQSEIQDGDIICFQVDLSEKEITDLDSQGLYSNPVQFYDFLQNRVMLI
FRPKHEDGQDNPEFHIILSKKHNYDMMANKVGEALRHDPIKLRFTTTHASNGSPKAILKRSLNQSIAEIMAPNYISPTTT
VILYEKLDVSIVELETKRSLKVIWTGIHNKEEASYPFLLPKTSMVHDLADHLAKQVTLSPGGTGKIRVFEISKDGKMQKE
FTGSEMIGNIPDPVELYAEEVTREELEADDTDKVIGVFHFSKELTRTHGVPFKFVVKRGEKFYDTKKRLQARLGVSDKEF
AKYRFALIQASTFKQPSYIEDEDTIYDHQFAPEDVLGLDHVDKSGRTRAGGGEKAIVIRG*                   
>Ccin_CC1G_13880                                                                
MTISARFSKLFMSHLDAEFKKQSDPVVRNLIASQFQGSQVYGTVCHTCNYTSERSSDFLEIEVNIKANSRLEDRIKIALE
PEVLTQDNQYLCPQCNSLQDATRYTELRQLPPVLHFSLLRFVYDLSTMERKKSKHVITFPAVLDMGQFLGKQGDGVPNDN
AQNIYELRGILLHKGSSAYHGHYEAQVYDTQ*                                                
>Ccin_CC1G_13925                                                                
MASYHPLPPLSSPELSNFSRAITALAFDPVSDVLWTGAEDGVVSTYYGHRGLRGVSFPVCKDAPVSKIVAGDSQVNAFCM
GSNGVGSWAKGGQNKWFFTAPSNIAAFSNTYHSSHSIAVSLTTLELLFLNSMTGRTVRQIPTSSMLTHLLFSHSSLISGS
ADGYIRIHDPRTGVTKNGASESLVKAHIGAISGLQATSNFIFSIGMGERHARPFPDPLVKVYDLRTMRALPPIPCSSGPA
LIHVLPKRSSSIAVASAQGLINIVDASNPSAAGEFYQLDVPSYLTSFAISPTGTYIACGDADGLVHLLSQAEDASLPFNG
FDGQPTPWMDTPAPIPEIDWQDDTPLNSIGLPYYETPLLSAWSPVVATAPYFPPPQRIPPQVLNSIKTNDNIAYAPLPKE
LRGRRNLAIAAPKKENARFRSGKGRKESGSDTTILDDIHIPEFYRKVEIEYSKFGVEDFDFGFYNQTQFSGLETHILNSY
TNSLVQVLHYILPIRQLGKSHITTDCSREHCLLCELGFVSRMLEDAKGTNCQSSNFCRTVGVLAHNSNAIELVDFGRETS
EVDYAHKIQIFHRFLIDHLSSEGNSFPYNPLLLKPTAANHGELAPAPITQLIGVDAKNIIVCSSCKAVREKDNMTHVIDL
IHPRKDTTTAPDFAAILRSSLLRSMTHKATCQSCKHFATFTSQRSIPSSDLPPILALNAAVYNDENIEYWLDSKAGPFLK
PQVQVSGQLGDMDDPQVVTYEIRCLVVKITTKGKQSHLVALVKLPPEENDGIEGSWLIFNDFMVPAIIYMERVDLRGRLD
LSNLLPAGDPSILTRDTSISQNRDQGSIRHQLLTPDELPKPGTLVAIDAEFVSMQQEETEIRSDGAKKVLRPARLSLARV
SVLRGDGPKRGIPFIDDHIHTSEVIVDYLTEYSGIRFGDLDPMLSRYTLTPLKVVYKKLRALVDCGCIFVGHGLSKDFRI
INIFVPPEQVIDTVDLYFVKSRQRRLSLRFLAWFVLKKHIQTDTHDSIEDARSALDLYHAYQEMEEEGVFDAKLDEIYKE
GRQYNFKPPVVEGSASPILSSPGITHSVAQSYVEHSSPMHMAFHPGQHAVYPPSKSWRS*                    
>Ccin_CC1G_14471                                                                
MEEVCMESVIDAEEKQTRFQVSHKLREPYKKWTEDEKDKAAMEGFTRLPCQARRGLVNLGQTCFLNAVLQCLVHNPLLRN
YFLSDKHNWRQCKLEHCACCEMDKLFTEIYSIPTPPPSTNTPANSTPLTLSSSLNPPPLPSQHPHPTQPGPHAPHTFLHT
LYKTSPDLSSYAQHDAHETFISLLNLIHSTTRGSTNVSCNCVIHGVFGGQLQSDVRCERCGNTTTAIDPMLDVSLEIGRA
GGSKGGPKAAEELTLAGCLRRFTTSEKLGLKEYTCTKCNKVTTDASKRMSIRQLPAVLSFQFKVRFIAGVIPPPPSLLFI
FKFFISRPPSNHTSAPLLKQRFEQRTNDKSSARKLDTPVRIPASINMAPYTSAVLKEMDKENSAGGGVGAGVPFIYPGPE
AIYEYDLFAVINHEGQIDNGHYTNYARFEDEWYRFDDDKVTHSSLGQCLSSNPYMCFYVKRHLDYKPYMTPSYTVLMQKQ
EREREAREAREREMSGGSVGASGSGRERDKDRDRDRDRDRDRDSRDERDARASRDRDARDGRDRDRDRDRDSRDGRDGKD
GGKGYSKREMPPEEDDIMKEIDDALLATV*                                                  
>Ccin_CC1G_15273                                                                
MAPLAVHIKHAGKTHDVQLDPDLPPAAFKEAIYQVTGVPVDRMKVMVKGGVLKGQTFMVIGAAGELPKPPEKPIVFLEDM
DDSELAEALAKPVGLKNLGNTCYMNATVQALRAIPELQTALSAPALQSTTPLPGSLRDLYHNMSRTTDSMVPAGFLQTLR
QVNPQFAEMDRSEKRSGMPGMPMGYAQQDAEECYAAIVNSLRNVPGLTEDGVVASTSAQATTGSRRFVEQYLLGVMTREM
TCDEAPEEPKTVQEESVLKVECNISVSTNFMLQGILSSLDQKIEKNSPSLGRQAVYTQKSRLSRLPTYLTVHMVRFAWRA
DIGKKAKIMRRVKFPLEFDATDLATDELKAKLLPASRKLKEIERERAERLKVRKKTKVATGPAQPAAAESSSSGATGGGD
VEMSDAAADTSAAGGELQPEHVYREKEAKELNELIHADLKSDVGSSATGLYDLVAIITHKGAAADAGHYIGFVKKSVFHP
IKGQSAPPPAVPGQAEAAGSSSTTGTPKAIAEIEPDDEDWYKFDDDKVSIFPKEKIPTLEGGGEDSSAYVLLYKSKGV* 
>Umay_XP_756844                                                                 
MADVTVPVTKRQRTAQGGGAILPPAPPPPQQDVHTTRNVLSEPPASPPPPPPPDMAFDQAQNSDIVPPPPPSSMPPPPPP
DQAFDDQEDDADVQDAAYWTRLAQSSSSAVATSSEPSSYVATLSNDRNGAAVAKKGKSALYLDTINRAVLDFDFEKLCSV
SLSNINVYACLVCGRYFQGRGRNSYAYLHSIDDSHHVFMNLATAQTYILPDNYAVPEENQAALHDIKYLLNPTFTPKTIH
AIEARPAYDLNGDQYYPGFVGLNNVGKNDYVNAVIQALVHVPMIRDYFLLGKEVEGEVGEKSELVKRFGSLVRKVWNPRA
FKAQVSPHEFLQQVAVVSGNRFRITHQSDPVEFLGWLLNCLHADLTRGGKNGGKRKRGVGAGGESVISRCFQGVVQVESQ
PLSRSDETEAASSASTVAAEAEGMLKEATISGEQVDESGRARFDPSVPVDRRDSPFFLLAMDLPPPAPVISSEEGENLVP
QITIGQVLSRYDGQSLHASNAKLTRYTLRRLPPYLIIHFRRFTKNSLGQEERNPTLVNFPIKGLDVTKHVALCRDTQQQL
SSPDADSKLSEIYDLVANCVKAPAGSVRYTLRAQRRRRSKQQKWFAIQDLLVEEVNRQMIFLGESYLQIWQKR       
>Umay_XP_761555                                                                 
MPAAVGPANGATASTSKSTFLSANHPLNLRKQAQPKLDSSFSVKTYIGAANALLDKARAADAQDQIEVAFVNYLKAANVA
AFIAKHDDWPKIAKTRSSVYQAYNELMKQAPAFIERTKRLESQLAIREERNAQASAEMAAEQARNAQLQRQSQPPGDSAL
RSQPQTTASAPSAAHSDEDHSDHGTDAEPIDDHHATGRRTGSSLADRLQALRNSTTSDSAALRSRGRSDSAASHSGLSTT
AAFSTHQLDQALPDASAAQPTFPDVPTASEFSSAYPTIDQFESSTTPQSPETSNGSHETGFPAPPTHAVGKAKRPLPAPP



TASSTNVAREFALARDVPEPFDPTHQAASSVQPHQQQHQHRQIDGLPNQDPHRYSLQQHSSRYSSSTAVPTQQQQHQQHT
STPVHDSASATGASFNATPEPRSLMVGPKPALPMKNHISVEELFGYLNPGFQEFTDAEGKRKIGKKMGLDVLLLDVRSRS
EYEAGRISGGKTVCIEPITLREGMSSKDIEDKLVLSPPDEQSAFTWRNRFDLVVLYDHNLRSLRGSTSADKIPQDPTAQA
RMDILIRAIYENEFTKTLSHQPVLLVGGFERWSQKLGDKLVVRSSSTNGANAHVSRTSISFEPGTRFPTADDPSIRGVTA
EQAREQELKRARRQQQVLADGVSSPSTSASVPASPSESSRTSMQPGGIYPSRATNGVHSPYLAGSFDGGYAAPSLPARAY
HGAPSLPPAAAHRPPSRSNSSSTFDYPQLKPSATNSPYGMMTAPQPPPIAASSATPSAATTSSRDRSVASTPATLTPGVG
SAAGNDASRKRVMAPSYAGHVQASRVYSTPNRNIDEIKIGLTGLKNLGNSCYMNSTLQCLSATIPLARFLLDGSYKTAIN
RTNPLGTQGQLATALAGLVHVMWGEKYAFVSPVTFREAMARFAPSFRGYDQHDSQEFLAILLDGLHEDLNYVTTRPAAIE
MTPARENELETLPQQIASIKEWGIYRMRNDSLVVDWFQGQFRNKLTCLTCGKTSTTYEAFTYLSLPVPSGRGVGKVALQQ
CLDAFVREEVLDKGDMWNCSRCKRPRKATKRLSISRLPRVLLIHLKRFSFKGPFTDKIDTTVTFPVNTALDLTNYMPPPL
PPGAAAAAGVKESLSQQPPYLYDLYAATHHFGSLNTGHYTATVKSANDWWYCDDSRITKGDTSHLADNSAYVLWFRRK  
>Umay_XP_760738                                                                 
MADWSEHAHYGNPNGPMGLPPAVTALTFDPYHELLWQGTSFGTVSSLYSAQLSRYTSYAAHGVPTRPSPTKNILADERHI
FSLSDNGIKCSQRRGLAKWSTLTDDLGTNAMNLVSMCASPLAASSDIVAAGLSQSAASTGEIDNENDLIVTVNNSTGAVV
RTVPSEAPIVHVRKSGRFVCAGTATGHIQLRDPRTLKVEHRLHAHPGGLVDVQADAHILYSVGWTVRQGHPVSEPLVKVH
DLRTMRALVPIPFAAPGGPSLLAIHPKLSSTIIVSAPQGQFQIVDIGMPGEGRFFYTNANSFTTSLAISPSADYIAFGEA
DGSVRLWSSSSDTSNLRFNTFVSSSLEFPDMVEPTPFVNWSTETPLSSIGMPHYNQKLMSFFDYDQYVSEASPLFNPPSK
IDPAVLNNIKTVDYLGYANLPPHFRGKRNTVSGKGPGGIRASALHRPEDRKKIGIPLFRSEKEKEQSKKAAAAAADKKKK
KAERKRADAGSDSLNTSTDSRLERRADQDAGSASRTQAGSSKLANRDDSPTDNASQDAQNFADGSDANSDYISDDSEASD
DEEEGQEDVETAEAMLVKGQMPSYYRLKTIQYSRFGVEDFDFDFYNKTQYSGLETHIQNSYANSYLQALHYLTPFRETAK
AHILHDCPRENCLLCEAGFLFRMLEDAKGANCQASNFLRAFGNSHKAVSLGLMDREDSSTNMSSAASAGKNEIVYSQLVQ
TLNRFVLDETANEAQVSPGGSSARNATGSNSGSTRASGTGAPPGLGPPLSSNRGGGGAGRRLAGDSSPSTSLLPADNPAF
AADSPVAKLFALNAVTKTVCIHCGRETNRPTPLLSVDLIYPRRSMSNESAPPSDFASVLRASLVREVQNRAPCRACQFTA
MFRTRRVMPATSELPRILSVNASIQAPEHLHYWLDDNQKGGNKAPPLGPARPNGPQQQAYSKLAYMSMHGSNAHNNARGG
AGGGLLNAPRTDTKLASAASAGDAKRTYLPPRIAIGVYGDDVRVMPIYTAADVERARTSLGGRPAMYKLRSMVVQISADK
EQPHLCAFVRVPEAETSVQGSNGDGTASTAATTPKMSHATGAAAGLALGSSKKSARAKANQLGPWYLFNDFLVRNVSKHE
ALGFQNTWKMPSVLMWEREDLEPLCIATLRQGRTSIDPLILCRDFNISQNRDPTRIRHTLLSEDELPKPGTLVAIDAEFV
ALNQEELEIRSDGTRSVIRPTKLSLARVSVVRGQGAKEGISFIDDHIYTQEQVVDYLTKFSGILPGDLDPHTSKHTVVPL
KSAYKKLRLLVDRGCIFIGHGLKKDFRIINIFVPKEQVIDTVDLYHSVNHPRRLSLRFLSWFLLKIDIQSGANANNQITA
REESSKASKEANEAESAVERVASAEKGAGIVAVEGGHDSIEDALAALKLFRLYEVFKRDARLDDVLEDAYDVGRRVNWKP
PNAV                                                                            
>Umay_XP_760349                                                                 
MRSNLSHTDASPRDSASNPTDEAQPNSSSTFAAFPHDPASSSPANVGHLASVLTTVRRPAPSPANSPELRPTSRFPATLS
TPAEHKRTSVYKRARTVSPIIDENSSDVENEVRSLYSQSASDLGEPDHLDAISSSQPTPLRQSISSADILNPPHIMSKSD
QNIEGLMTEKSLSLNDGAAAAATNTLTVETMVNEEPPSYSEAVQPLPFTAQALDITVAARPTGQEQLDRIRPMKNLPLHT
GDVWYLVSRKWYRRWDAACTERRDSDPAEKLDVPIGPIDNSDLLDPDSTSFVRLKSGINEHVDYEMLPEEGWKLLVAWYG
SSGPAFARKVIDGRCPGQESVEFYPPIFRLLRLVEDDSTQGSGVPPFSLSVSTSLAELKAMVKMAFNLGQVADVDIRLYF
FPEPSDQELQSGLVGFARLDEEGVSIIDAREDKPDSYQPNVSLRSIGIEEIEVNLLVEIRQSGRWQTDPAPAEATASSVK
GVFAQQGDFFSNLQQSSSVIASASGSATSVPSAEAQGRVTRSQTATDRSMGRSRGLRGLNNLGNTCFMNSALQCLSNTYE
LQQYFVSGAYKEELNTDNPLGMGGAIAEAFGNLITNIWNGQGGSFWPREFKFALSRFAPQFSGYAQHDSQELLAFLLDGL
HEDLNRILKKPYIEAPDWEGGDEKDLVAFAKRQWDIYKARNDSVIVDLFQGQYRSTLVCPDCSKVSIKFDPFMYLTLPIP
NRKMWRGQVYFVPLDAGQSMHKFQVLLPAGSTVGKLRQKVAAQFGIETKRLVCGEVWHHRIYKWIDDYEPLIDVKDGDFV
YFWEVPTAPRFSKQRHYRYHRSVEDAENALDIPEEEQAILPVFTNFAMDASEPSSSQAFVSRRARTEAVGIPFFVSVPKA
DIYNVDAIRKHVLEGFSRYARNSDDLRKAVEQNRDTSALSAIPPSASQISDWEMIDDSTTSAEDAVQVVAPSQTSDSDVV
TEIRDDGETVVVPDFSTTDVDALAAPRTPLQKSKSATPIERALRIRFSVAEAGQGLPKGSESNADHLSEDLEERQLRLAK
RNNFSSEGSDELSMKIAADELESEDESKAASPPKAIPLVYTGGAIVCTWSHSIKERGLLVESESAQLWGEYEETVDESIR
QRENAGPARTKTLSIEDCMDEFTREEQLGEDDPWYCPSCKEFRQATKKFDLWKAPDILVVHLKRFSAGRHSRDKLNMLVD
FPLEGLDLTDRVEGTQALRRVQEEAEKSGEELSESMLGSGILRPLEDNDDAVAVDRPIYDLYAVDNHFGGLGGGHYTAFA
KSPADGKWYEFDDSSVRPVANPEQVKSSSAYLLFYRRRTTRPIGGKSRQKFQEAAKTKATAAGGQVEAGGFDTVASGAAA
NTGASNATGDYSSDSSSDDTPDWSLNMRNGVDDNLVEPATGWSSTGNSPASSSRAPSPMSDRGAGSP             
>Umay_XP_759924                                                                 
MVPPISVADASTRSSIAVASASTTPLAASSSKHPYSQKWSSTSPRASHLHPSASQSSSALASTSSSASPSVSTASSTHQL
YAGTPSSSSSSSSSSLPPSSSSLAPPSLNAPTFVSQSLIHDYHCQSRPEILSSARLLVPQAGRLSPLANQKRLAAAHQVS
PPASSSRKSRLDPHLQPFDTDLGAAFRPPSPSSAPPLTISYRCCPELPHLASWSALLESLPKQPKRLNQPSLASQTPEST
PAPSSISTHPSSPLTSDHPDLAASSLTEATSVAAPDAASSSAVGTPQLNPPKINAWGTPKSWADTLVRNGSNSKAPIGIS
VNVGHDYASSASDVDSPSVARSPKAINGKKAARKSGATQAKPTVMSLERLLADAHTRFDAPVTHPRGLVNKGNFCFANAI
LQTLVYCAPFYNLFNLVANQISADFGNATPLMEAVIQFLREFLPVDSSTSLDARHPGQDGFIAAASEPFVPEFVYDAMRL
NKRFDQMRRGHQEDAEEFLGFFLDTLHEELISAQRRSALKLAQSASAPNGLLSKMSDDEKKLNGVSDDDLKRLGVRVGKD
AASADAVGLGLDAAFDEDDIVEREVMRPVSPSEQGWMEVGQKGKTAYTRTTSTSESPITRIFGGKLRSVLKTPGAKDSVT
LEPYQPLQLDIQPAHVQSIEDALLHLTEPETIPGVWSPSRSAQVDATKQVFIESLPPVLVLHLKRFIYDEIGGVQKSQKP
LSYGSTLEIAPDVLSPAMRSQPRPRYRLFGIVYHHGRHASGGHYTVDVLRQDGLSWLHIDDTLFYNVATEHVVRNAASTS
KDHAHDGLAYLLFYRRELAGEAEAASAPAPAPAAAQPNAVCDSTKYALPDALFGNRAPLATRTPARKPAPAKRTLHNSVQ



GANANPGSAASPVQPHPKLGASAPQCKPARKAVPGWDR                                          
>Umay_XP_759058                                                                 
MGAQRSESDLNSIVDNVTRPNDATNHIRNGVGVASPAADDGETIDITIDEDDHKKVFGSQSSVCLELPPHPIVRPRTEYE
PQTTPSISHNLPASPPPSYDDASMPLTDAALPDASSVATPHIAHLLLPTALHDSGLLFNPQLSQSRVSLERDPIPEAPSA
TISKADSLVPASISPLTDCALIPTLAQCESCKPHPDALFVAETLEWRLILDRSCMYRLPPAPSSQYDATDLYEACDLVPG
SVPMYETQPTIIPAHDQCRAVQLLQHWDPATPDAPLPFLEEFNTHFCPFTGKHIFSSPPDSIVTVVDRHLLIRFKESREN
DPAVGLTGLESFLRALRILLRVVGNYVHGERRGVPTTSASLTQKLGWDRHSRQFFLSLGWKESTMADGRNAIVPPSTSTD
LFDANFHLQRNIRAWIELSIWHTFHVEQLRKTRPNSPVLTSPDKFAVATRVQIHPAAESLLDLIGSRQDHLDPTYKTTLS
PATLEAFFTLGASSTARDQLVKFAYLVNMKAGHGHTALNLFAALNQVYTSQRRTSRVLEELIAYERSQGRYTPRDIDQAY
ERLHLSTAHLGPDVERLSIPHSLIVDNYKARVREVLINSDASEHAALKDALRIIAVDLGKPERLIKALDEDIDMDIDQAC
SMLDTNPDMDDSTVLAIFDLYVADAPARQDALRHALRAIAEHRNSDYLRHFLRTGQKDASVAETWQQMPSNDLPAGIDNI
GNTCYLNSVLQYFFSITEVRDRVLQAAASLAESTATAQLSCDTERRVGGQRITARELQRSRRFVAQLGGLFHHLIHANAL
SVRPERDLAYLALVSSRAEDFEKELDPVPETGALLQHQGDVVAYSSDPSVLSSEPVTIGNASLDAGINTVSAAVDGESME
LTADELSARQMDPLQAHASNTSTSAPPLPPRPARQSTSADSTSAALPPPARRNSLMQLGAQQDVSECLDNCMFQLEVALA
ASEAAFAPRTSTEQTIVVDGSEESKAVSDTVNGSDQEDLLTSLFLGKTCQRIEADTKPTIGNNADGSLSRPAQPQKQPST
HIKHEVFKILPIDVLEEGRDIYDGFDGFFDSDTFVSTSGAVQRRSVTLLSAPPLLQIQLQRVQYDRVTMRTFKSQAHLDM
PETLYVDRYMDVSADDPENAVRIAKRLDYQAKRKRIEELRAKLAACKDGSNVHLTQTLSQAANAVEELARLPPLADVAAQ
LDEIEKQSAQPEAIEQDSSSRRCLAKQSAEDTSASTESNATHSATADSTAPGTVDSAYPQSLSSVIDAGLATLLRDESKL
VREQVKQAQEEIDTLKSEMASIWADERRFAYRLVAAFMHRGEASHGHYFLNLRGGGENGKWFKYNDSTVSETSLDQVLRD
RSGATPYLVTYVREDYVHLIDPICRAIEHQNRAMDVDQEKHVHEALNGVNHTKANVDEGCAVHNDEAARTVDVAEQAPSG
PESPVKRARTDDL                                                                   
>Umay_XP_758786                                                                 
MDPHLDPTTALVNLDADKNVGPMEVEEPVSVHDSKAFAEKHLADLGQEEQDFAVCTWKIKGWRTLDKRITGPEFECGGHR
WRILLFPFGNSNGQPNDMVSVYLDYADPKGSPEGWHVCAQFALVISNPQDPTIFSTSQAHHRFTAEEMDWGFTRFNELRK
LAVPTDGRTRPIIENDCADVTAYVRVLKDPTGVLWHNFINYDSKKETGYVGLKNQGATCYMNSLLQSLFCTHYFRKAVYQ
IPTEGDVPSESVALALQRVFYLLQTSDQPVGTNELTKSFGWKSLDSFLQHDVQEFNRVLQEKLETKMKGTAADGAITRLF
VGKMKSYLKCVNVDYESSRTEDFYDIQLNVKGMNNLVDSFRDYVGTEMLDGDNKYHAEGYGLQDARKGVIFEKFPPVLHL
QLKRFEYDIEKDSMVKINDRHEFPLEINLGDYVDMPQCYEDWRYRLHGVLVHSGDLHGGHYFALLKPERDSKWFKFDDDR
VTPVTEKEVLEDNFGGEIPNGHPAAQIGARAPVRAMKRFTNAYMLVYIRERDIDEVLKPMAPEDTPVHLRQRLEDERLQM
EARKREREEQHLYLTVKLITEDTFRGHQGFDLATFEERNLPATDLPTFRVLKNELYLNFKSRIAAQYNLPEDLIRMWVLV
NRQNKTVRPDTVIPENDPNLTLETVRDRMASRQHDLRLFLEVVNGEVPNTEANPSMMIFLKYFDTSRQTLLGVSRVYVQR
HMKVGDLVPTINELMRWPPTTQVKLFEEIKPGMIEQMKPKATFSQSEIQDGDVICFQIELSEKDAHDYESQSLYSNPIQF
YDFLQNQIKVLFKPRFEDVDYKSEFELTLSKKMTYDMMAAKAGERLKHDPFKLRFTTGNGPNGTPKTVLKRTANQTVNEI
VSPSYIQGQASLLYYELLDVSIIELETKRNLKIFWTGANNKEDSVHQFLLPKTATISEVTEQLGKQVKLTADGSGKVRLF
EAILNGRQQREFAPVDMIGNIGEGAELFAEEVPLEELQLTEDDKIINVFHFSKELARTHGVPFRFVVKRNEPFRETRKRL
QERLEVAEKDFAKFRFALVQSSTYKQPTYLEDDDLLYEHKFQPDDALGLDHTDRSGRAGRFGNNVVQDKGIRIRN     
>Umay_XP_758487                                                                 
MASTIPIKVKHNGKLHEINLDTAQPATAFKQAIYEKTGVPSDRMKVMVKGGMLKDDHDLTKIGARAGQTFMVIGTAGELP
KAPTGAITFIEDMTDSELALATKSRVGLTNLGNTCYLNATLQVLRAIPELQTALGQFDGNLGGADGERNLTAALRDLYKN
LSETTEPFPPFAFLTILRQVAPQFAEMTRDGHGFAQQDAEEVWVRIIQALQNSLDGLSGEATLDPSRKFVQQYLTGHMVI
KRSTAEAPDEPASISKDPFSILQCNISSTTNEMTSGILDSLNQQVEKTSSTLNRTAVYDETSRIDRLPAYLATHFVRFYW
RRDINKKTKIMRKVKFPFVLDATPFLSDELKEKTKQTNLVMKNIEKERDERAKIRKRAKASKIAQEKAAREAKNGSDVGI
ADASSSGVVVREAEAQDGESGARAKLAMVLTEEQELAERAKEREAIRASMHPDLLADTGCNVSALYELVGVVTHKGAAAD
AGHYISWVRADLDQPRHPSARDLDQSDADQHWYKFDDDKVSRVSKDKIHALDGGGEDSVAYILLYRSKSL          
>Umay_XP_758416                                                                 
MGAYRFVLVKPAVRPAYPLLGVFPLPVTLPTQALLAVGVVLIVAFAVAIYSDMLKPGLQAASRLHPCTPSASSDRSQPLR
RARSANLSNSTSRASSLSSTAPRTRLSSPKYKGLRNTGNTCFFNSTLQSISSLTLYRKYLYLLVHEAERWDTPTPVIDAL
LELIEELATPGDRNAAINPVQLVRALQNLPSSSIRSLVGAHQQQDAHELFAFLNEAVDVEAKAIQQERSASLEAEQAGLR
ALMAPSLPWGGRGVYADPAQAKPNPNLMSNGALNPLHMHGVPHNVNDATGLDTSNSNSDHVLMISPFDALLAQRTICLDC
GYCEAIRHFSTSEISLSVPAFNVRTRTSDITGTSACSLQECLALWSELEQVDWICWNCTLHNSLQAVKVDIASKGAAAAT
VKPNDHDLSATADIDVASQPVVLLNLFVGAVKEQSTRSLSRIP                                     
>Umay_XP_757420                                                                 
MADVVRRPSSQADSGSGSRSYSQSPQKKNGLHRSDSLSSPTKKASISNGQPKKSSSVSSLPSSPSKEERKKLAKEILASG
GDQLRHTLKQRGMLHALLSEPVKFIKSNQKQGQDYTTLGLTPVNDPDFAAVQKRKQEQKQHALLLHTDSPKINGNTHTSD
SDLSVEAQSSPSKSGKARSRDLYPYKLSLRFPGKVRGVATGLSNYGNTCYMNSVMQSLIHTPPLAFALLTQDLDALHGEL
GGKPNVAFDAVAAMQTFAKGSLMGSKPTNAPRDFNRNLKAFARPLRQGRQEDAHEYLRFLLEALQQGCLSRASKSLKPDD
PIRATSFVQKIFGGKLRSRVTCHKCGHNSDTFDPFMDLSLDVRKGINSLTDAFRAFVAKDQLTGSEKYKCDKCKRKVDAT
KQFTIETAPPALTVHLKRFSPFGGKISRQVAFDEKLNIAPYLSVNHGPVRYKLYAVVHHYGSGPNSGHYVASVRSPFGKW
TRMDDSHVSEMGSSGPLGDQSAYILFYLKEKDDALEKAIAAVTPVKSGNKRKAVQESEVGSDSEEDDGAAIATAAVAALP
PTKVPRSASNPANEDVSDSETSSSPPNQLNGTSEKLDLMLSSRPTSAASFYGSAASFRVSSNPFTVRSAAASGLDEELGT
AVDRDEYESLVGSSTSDVIAASASAARRRTNAEADSESEEDSFAALSKKEKRKHKKAAQVIHAAKHSRGIPASPYASALT
SLSSLSAKEQKKKKSKRDRDRQKPMGGFAGRMKPKY                                            



>Umay_XP_757050                                                                 
MPSSRASSASPTKLGHMASSQRSNNTGSVSPTKPSSASASRAGTPSLSSIGSGTDTHVRAIPAGCHHLSSLLKLDAACSS
TSFTKIKSEHGDETRRDSFDTLSDTTRSYLKRYIAGLRWGGQIRSGHVKMMDDDEKQAELAKWNQEVAEAKKLGHQVKKR
RKLDYPQCHTCHADMLRPFICLECAFTGCFSSPVHDDRTKPTRTSSDSHIIQHLQAKKHTLAFDLLYGHIYCASCKDFVH
DALLESIQRHETRRVNANVIGQQFGPRKTTLESLFPPSASDAAAAMATFYSTDTSSVTCRVPRGLRNMGATCYMNVIIQA
FLHNPLLRNYFLSDRHNASLCNGAKTCLACEMDKIFSEFYSSDPGALAAGLGTGTGTTGPGASATTVADAMVRAASQNGT
NIPAAKGPHGPISFLYCVWVDQASSELGQAGQHDAHELFISALNSIHTALTSRAPERSSLPWFAYEHSDALNLLFDHYEG
SSGSGNQSEEEGMGGNGGTPMGLGARGNGGVAGCPCVVHRTFAGQLQSDVTCQRCGKVNTTRDPMLDLSLDVRPESMRRK
DANSVNAIGNNTKTKLLNGKPAAVHGNGAIEVQEEQHLTICLQRYCSEEKLGNNDYSCTGCGGSASATKQLSLYRLPPVL
CIQLKRFEHTSSAAKIDTKVRFPLVLDVRQFSTAEIRAPVDELNHGDSATSNKHTTLLANPDPEAYLYDLFTVVVHEGSM
NTGHYTNFSKWRGSWYRFDDDKVHATSEAQVLQARAYQLCYKRRLLKNIISSNAHSST                      
>Umay_XP_757008                                                                 
MGNPLYPTNAPRSTHPSAASSLSVPGLRGGSFTASSSKYSKPAVEYDPSSHPGILNLGNTCFLNSVLQAIANTRDFRLLL
HGPPTSVAFSDEPPPTPTASALVHTRHTQWPNRYQSPALRVSDAEHGRRIHHPPNPSGNLDSSLASLHTLPAHDPIATIK
PRNAPLPTVSAASAQHKSSAPTNNNPTYEPDLLDLPLNTAFRHVLEKFWTDTHKSRASINVNPKRLLNQIGKKYDQYLEY
GQQDGHELMRHLLDACRMEELDLIKKMRPPPPNKNLKLDPASTPVSTASATSPYADADATAIPLDRLTAADVENGQIVSH
SPELAPADALPPAPALPQDQLVPFLDLLFCGKLASMVVCEGCKKVSHTYEDFYDISLSLRDDANNPKSRKRDRLRSMADR
WRRATQGRTIMDRKSAAAATAAAAGSNSITPVGTPRYSETEVSDADSSAVKSKKSASLLSPDGARFQLRARSMRKSGGRH
EKLGATSGSEMEPDFPDMASLSLAPTSASRSYIDSAPASAGEDNGDTRTGTRVARMLGSVATATSAADISSRETSPQPPL
GHRSAAGTRPPLRPTKSTSRQSAYIARIMADDAASSHTDPAASRRAAAPSPLLDAVVAAAAAQGKPLHGFFRSVGAEARH
RDPAAEFEPNSASQGAKRRLKMREQQSTTGLIASLRHFTSVEVLDGDNSFACKNCWRLANPPDAHEREQIRRRRRRKGVT
AAEVDDEEGSEPSSDGESDGEGAEDKPATTQASAAVGDETLPSRSTSNGISTSASQSTLASSSVDSILTGSSASHPSLQR
SDVPTISMTSADASIDDVKAGTQNSHIDSVGQGLASALTAPASNGSNGQVMQQKRGSESSLSSIEAAVRDGDRLAPNNGY
ETGTETDMSGFSTGMDESNASTGEGTDTEAENSSSKRSRTAEPSGPKRSAQSLPRRALKRYLIASAPPVLIFHLKRFQAT
GRGFVSGLAGFKKIDDQVTFPEYLDITPWLAPPREEYDRRGRLKASSDPLAIRRRAEEEAIHAGVDARHVKVEVSNRHGR
IHRKGQHGDKKGKKHGMWSWHLGDHRSALAGRGVGGDLHEGPQVHSCNGHEIVPSVIRRPKTEYRLYAVIVHQGSLSAGH
YTAYVLSDRIKLKEAPKEMVARSAPTSRSNTPAPLSANSTTAAGGGVGFGFFKPSRSNAASPAPLSVPIRPASAAPVSTS
VAMTSVPSSSSVSGSSSHDIAPQSSISSLEADAKTASESECSASQLPKLVRPRPQLKPMASWDSLDELEQSHVYTMDSVG
SGAGSAAGSATPTTATMTPITPLEPTPAVATIASHNSHAHRHVEGRDGKDGENDYQADQDDDLDPRNKDDGRRWVYTSDT
VVRAATIDEVLKAKAYMLFYERL                                                         
>Umay_XP_756523                                                                 
MSFNWKGLLGVNQTSTSSSLGSPGTSVSNNASPASSSNGTSHVTSTSGATTHTTASSISAGSTAMSPVGPRAPLNANPYS
LTQPSAPSAPLFGGMMPGSTSHHSTSYIPSSSSTTQSSVISRKPSEIPVNAAEGGGYLLGMENFGNTCYVNSVIQSLYFC
RPFRDSVLSYKPSGRDRSGSDLSSTGGVHSVGDLASRTPPDTATQVIDGVPPSDTLFASLRDLFEVIQQSGYQKALSSPT
RSTAPAPLPLASPISPSPPATGTAEYPSIARKTSIRGRPSTAGASSARVGAGNHLVSSASVGAGATAAQAIPIMPNSVAG
SGPPNLSISTSSAGTLASGFPSVDSGAVKSFLTTLKRENVLFDSTMHQDAHEMLNFVLNKVGEDLIDADKAKSRVKSQSR
DAYPNSRNMRNGSDKTVDVQRKRNVMEVAPNGKTCVHRLFEGVLTNETRCLTCETVTSRDECFLDLSIDIDKNSSVTSCL
RQFSASEMLRSRNKFFCDSCSGLQEAEKRMKIKKLPNVLALHLKRFKYEETVQRYVKLAYRVVFPLELRLFNTSDDAEDP
DRLYELCAIVVHIGAGPHHGHYVAVIKVGGRWVQFDDDVVTYIDEAELTKYYGDRPGLGSAYVLFYQAVDLDFEGLGLED
PALQASTQQRVVAGAASEARGRAGLKVPGGADPRSNISPDRSGAAATANQTRLNSVTEGSPLVSAGTGQPEAQGGNSWFG
SFRKRAGSQSRRRPKTMSSMDVVTGGLSGLPELSASTAHGDLARQAVAEVDSTTPDNASVSTHSTTANDAASRVTPIKTS
SSMPPATEHSALPSMHPLPSRTDSPSAGTEAAAPMRNALLPMTTASASVLDANATRATTESPSESKYVRMMANQSDAAAN
RETREQNLRRGEMNRRARAASEGFPSSGILSEAAISSGPFVTGPKDGTRVLLTPTAVVPNTLAASSSIAPQREASSGSGF
APLERFLSSKTQKSQAKMARRASSSYTPLSPTTDKGERKEGMLLNLFNSSSPSASSAAQSKRNSMQHLSNGSTNVVGGAE
DTGLPTRKSSISTRTFSKTFGFGRKS                                                      
>Umay_XP_756445                                                                 
MACPHLTAAFSALTPPRPSQHVHKEECTLCFDDQDGPNGIDVCLLCFNGACTGNGDREHSRLHYEKTQHALVVNIRRTRR
PTPPASQAEASTVPKKLAIAAESDADKYDYHTVPKCLACDPTGHGKELPITDKLDQVIRGVMTAMSSAQQSEVKAWEEEI
VACQHTRELVQPGEQMKLEPSGLALCGKCELTSNLWLCLTCGHLGCGRAQFGGVGGNSHGLAHFQETGHPVSVKQGTITA
EGSADIYCYACNDARIDPNLSQHLSHFGINVMDLSKTEKSMTELQIEQNLKFDFNMTGDDGKVLEPAFGPGLTGLRNLGN
SCYMASVLQSVFSLSAFKTRYGDAYRPHSLACTNMPATCFECQITKLADGLLSGRYSYPREPDQSGSAWIHAAGSADEQQ
QQQQSLFQKGIRPSMFKALVGKGHEEFSTMRQQDADEFLKYLVGVVQKENRKLASSGSSLHTDDPTTVFGFGLEQRLECN
TCHKVRYSVERQDAGLSLPVPIRRKAAEQHVSAGKRPVEGLGAAESTVSNSESASASAVCNDAEEYEPVSLVECLDLFTA
PEELEYNCPSCCTKVTATKRTLFSTFPDVLALQVQRFQLLNWVPQKVAVRIVVPIDTPLDLDRYLGRGKQPHEEELGEDQ
SDSSSANGGEPEWDVGVLSQLTSMGFAEIRCKKAVLATRMGDAESAMNWLFAHMDDADIDDPIDFGAESKRDAGVVGADT
SMLEEMGFSAAQARKALRLNSNNAELAVAWLFENAHDAGQDEHDVPEARAAVEGSTNSSVIPGNSQLPATYTCTSFISHK
GPSVHSGHYVAHVKQRDHTWVLFNDEKVVKAPLTCTVKQRDNVGVDALSSHAYLYFFQRC                    
>Mver_MVEG_00205                                                                
MKAADGVSVPQVESHKQVKKLPANTQSKKRKSEPGFGLSYGSEITRIEDNTKTEEQDENHHHTHTKKPPKTVGGAPPAKK
LKGPPPDRSIGLYKWMMNKAPLTERPMYPHPQKSPRQDPSRGVEALETKTEEMTLSTSNTTTSTTMGLKHQQTAEEIEEQ
HSPSAEDDFDSLFMSNSETKITDGTAQDGSQPKPKSQPNGKVKKSTAHGDNDPEPKSRQSTRKTGLSSTAFDDEDDLSDP
KPTPTRTVRDYFTPKGKGATSLMEKEETIQGQDVAMDITSSGKKALSPKTRSKGTRKAHNKQRLDSDPEEEEEEEKVKPP



QYKRLVKRSNHPKSAIVSSSSESEDRLTSPDLELVPETRSPSPSTKKSQNFMASYLSATTASPQSTHSTPATTPVPAKLS
STLAKSSSFPTVQAKYGSKRPLPLKKKSKKKNNFSDSDRDRAHSEIDDSSSDWDDSFIKLDEKPDPNQKAITSMFSASSR
PVIPPKPRTKRELSSQSQALLSGGLSNYSNTCYLNSVLQSLRNTVECRDTFFGIQEKMHFIESKIQSAIKLTVYQRSFFE
SALAVMRDLDRREGSSSQEESFLKAVYPNDIISTLHGGESLFNSHSQQDAAEFMFYIISQFDDVLREVTQAGQQESLAPE
DRIPKDWQPINELFQVSTQSVTHCLKCPAVTTNEDRGIDLTVQIDNENPTLVRDLNWGIMETMKMEHMKDDNQRFCEKCN
TKEEAHVFHYFTSLPKILILRLQRYNFKEGAIKLQNSVSCTEQLNFQEWMCGEYKGPDPRYELCAVIIHRGRVITSGHYY
VYIRKPTTIETIVIEPDGETRIEKKTYKWLKYNDSVVDLTSDEEMAKLFSGNVSTSPDASPVPGSESSNPGTPKKDLWNL
LESDAATPYVYIYRRVEESS*                                                           
>Mver_MVEG_00377                                                                
MSTVPTSPPPINTSKLLTQDFFPGDHSMAHGCPHIKPHKRAGEILSNYQVLTRYSLHYKHRHALGILPPAKKRPRSNEDQ
SAPKTPPQLPTPACVMCPASLGRIHACLHCVFVGCWKGEHAQTHAQETGHPFSMEISRCALYCSQCKDFVYDRDFDGIHN
IETVRNSEIISMIQEPGQKRQRYSKWHAGNKEAAIIRAGTKPKICQGLRGLRNMGSTCFMNVILQCFIHNPLLRGYFLSD
QHSSKRCEVKGDCMGCEMDQLFTQFYSGTKTPYGPCSFLHTMWMSSSELAGYAQQDAHEFFISALNQIHAKSPNTKLHHC
SCVIHKTFAGVLQSDVTCLNCANVTSAFDPILDISLDLRPTRRSKSNGVNKVRGVDEKNDGPNSLADCLDRYTHPEKLGT
NEYNCSKCGKTGQEATKQLSMKVLPPVLSFQLKRFEHSMGASKIETKIRFPAQLDMTQYTTSARKLKKNKLAALKLNGGS
ETGSPSTPSSSSSMSSVASASAVLEPIPTYVYNLFAVINHQGKMDTGHYTAFAKHRGEWFSLDDHKVTLATQKEVLDSKA
YMLFYVKQTLDYDFPNAVRD*                                                           
>Mver_MVEG_00578                                                                
MEDQLETSLERAASVEEKPSVEEQHSVQDVHWLTEKVIPPLPDLETRECQTFQWNITDWKALDKRVTGPEFDIGGYKWRI
LLFPQGNNDRDQIAVYLDSAESREQEPNWHVCAQFALLMSNPHDPTVYTMHAANHRFTTEEADWGFTRFHDIRRLEVPHA
QSGVPLIDNGHTVITAVVRVYEDPTGVLWHNFHNYDSKSMTGFVGLKNQGATCYMNSLLQSLFFTNFFRKAVFEIPTDED
EPSKSVALALQRVFYQLATSSSSVGTTELTRSFGWDSLESFMQHDVQEFNRVLQDNLEGKMKGTAAEGAIQKLFVGKMKS
YIKCINVDYESSRVENFYDIQLNVKGCKTLRESFANYIDVETLDGENKYQAEGHGLQDARKGVIFETLPPVLHLQLKRFE
YDIERDAMVKINDRHEFPLEIDLAEFVAEGEEKRKAGSHGFNYTLHGVLVHSGDLHGGHYFALLKPERDGKWFRFDDDRV
TQVTLKEVLDENYGGGDTSPENLASMSLAMRQLNRHKRFTNAYMLVYVRNSDMGEILKPLTTDDIPVHLLRRLDDEKAAL
ETKRKEREESTLFFNAYVIADIDFKAHTGFDLFNPMAHLGKHIKVRKQETFNTFREVVASSYGYPEDQLRVWTLVKRQND
TVRTDSPIPDTELNTSMEIIRDKFGTRTQADMRFYVEVSDKNAKTPNGKSSWFQNDSQSGTIMIFIKYYDPFTSTLEGVG
KLHVQKQSKVGEIVPQLLEKKGLPSSTAVKLFEEIKPTMIEPMKMKSTFNQCEIQGGDIVVFQKDLTPKEMTELQHQGLR
PSAPQHYEYIFNRVVVEFKPKNEGDTTLQTHSIELSRKSSYDQVASKLAEKLETDPLHIQFTAAPTPGGQPRTPIRRSTN
LLLQDMISPGYIYQGQVTPNVIYYEKLDMSIVELESKRLIKVNWLGPTLKDESPHELLLTKTSSIEALISNLLLKVKLSP
NGTQKLRTFAVYNGKLVKEYAVNDPISSIHDPFSLYVEEIPVDEYEHTALEAVIPCFHFTGDISRLHSIPFKLVVKENEV
FADTKSRIHARLGMNDKDFAKVKFVLFNSSTGKLNPIADDEILANVDLSPGDALGLEHIDKSGRGNRMGAEKAIFIRG* 
>Mver_MVEG_00752                                                                
MEASLDVSYTAITDKAIVDAVVKHPEDKEEDSTVGEIQEFEAGRDVAAKFAKEDGSYIVNYTPPVIQPYPSFGITALGPH
EALFKNRSLSPSPSNNGAADGICGLQNLGNTCFMNSALQCLSNTPDLTHYILTGAWRDDLNRDNPLGMGGEVAHAYANLI
DKLWNGTSKVFSPCDFKSTIGRFSPSFTGYHQHDSQELLAFLLDGLHEDLNRILKKPYTQVPDSNGRPDKEVAADCWNIH
KARNDSIIVDLFQGQYKSTLVCPECKKVSVTFDPFMYLSLPLPINKKWIGTVTYVPYDPSKPVVDIKVQLPKGSTLRQLK
DKVAEMVGTHSSHLFSTKVLSSRFCKSHDDGDTVDELEEKDKTFLYELPIPDFTTSTSHVVFPVFSMLESAQSGPSRRPG
FIGHPMMVAVTKEGANNPDTVYATVAHQASRYTTTSLYELKKDNIPDSNNDMSFEMPPSLGDVKEPKRSIFKLGFFAPSQ
FRCKSTSCATLYAPTKMPSLNNIQDIYQRVASRQSDNNAPAVRQGDMIFCMWERSWKESICSNKYSHSKRGHSSLDSSSR
PRALWDERPNEIVKPVLMEELANTKNGKTTISLNDCLMEHAKEEQLGKGELWHCPNCKKNQQATKKMDIWRLSDILVVHL
KRFSVMDGRHDKIGTFVDFPIQGLDLSGKVLKDVDQNENVYDLYGVSNHIGGLNSGHYTAYVKNEKLDQWYNFDDSHVSP
IQEVESIKSSSAYLLFYRRRNALVREYGQRHLISGAMNVDCD*                                     
>Mver_MVEG_00955                                                                
MNPLANSLGNSLAQPPPSSRSAQTTPRTSLDLLRNASTPNSSSPISSHSTHSAHSTGPNTSPSTSFSLSTVNPPSPPTSK
PFHRNPSIRVQKDKTVKDKDKDKDKDRKREDDTKIALKRSRSPIKLIKNIKSYLHVHKHKGSSGNNVIQGNPGSPGYYIS
NLAPSNSGDSHNYRNTALPSSSILSPGPSSGQGLPRPRDRQPSESLDPERQVLLLRVISYFEHAGHRADEETAEYLLSSY
QWDINLTLQYCQDLVEAVHGTLLPIHQETHLSGAVNDQMTSCYIDALLFAMFARLTAFEGLLNVNLDGDSDSDSDGSGKV
IEPKSVTEKQEILLSTHRLQTWLRMFVNQLRSGKLIQAHVVKELRQHLYCCGWHCPGPMDPPGSSRQEDASELFMFLTEK
LHLPYLPLEQRLLHGAKISDDDDKVITERMLQISIPTPEVPPLSLSPEALKTPKESTFSKFLGQKPSSHSRNGSANGNKA
DSPTSTLHDILSLETLLAQHFYDNTLTGIRRKVSAGTGIPLSPGVEVPVSAWQVLELLPFYSSSNEQGGEIYASQSQYPS
DVVILPLILKRYSIGPDMRPRRIGTPIDIPRRIDFSRFVNPQTPGAGKKTANASDATGVGGPPPPTSLDPSHTPHFPVPS
AGGPASTRDRSSSSASRLSQSNVATLGASSSMHDTSGSSSTPPPLPMKINTQVTPPSRKYSMSLLQAATTGSGMPESPMM
TPGTPPPVYTPSHAKQFLEFTDDKKSWAHPPDRTGRDYMDCHPKVKYMLELKSVVCHLGSQLNSGHYRSYAADAVKKPSS
SSLLPPQEPNWLRHDDLDPSGHRVHLIQRDTVENMDMESDWARNGYILFYELQTIQLT*                     
>Mver_MVEG_02414                                                                
MPPANTIKVNVRWSGKKFDDIELSLDEPGLVFKAQLFALTGVEPDRQKIIVKGGMLKDETDMNKLGLKNGHNFMMMGTAG
ELPKAPERKTLFMEDMTEATLNKALDIPVGLVNMGNTCYMNATLQCLRVVPELIQGLQKYSGGTDNLDTGSNVTASLRDL
YRQLNASGNGVMPAAFLTYLRRAFPQFSQQGRDGVWAQQDAEECWSQLISTLKAKLPAHAEGQQNVVSQFMQGEFTTTLK
CDESPEEEAVVTKEQFAKLDCHISKEVNYLHNGILESLDQKIEKNSATLGRSAVYSKTQRISRLPAYLTVNFVRFFWKQE
EQVKAKILRKVKFPFELDASQFCTTELQGKLTNTKLKLRELDTAETALKRRKRQDKEAGKMDTDEISEEQKAVQEAQVAL
QNSLDPELVKDSGSNPSGQYELAAVLTHIGRTADSGHYIGWAKKGDTDDWYKYDDDKVSPVSKDDILKLDGGGDFHVAYL



ALYKARSFDVSPSKSDA*                                                              
>Mver_MVEG_02516                                                                
MDTMDESITNNKKNERDEDGNSSADEAVHSLRYKKKKTESGSSLETGSELVSKKAKGSGLYLDTIQRYMLDFDFEKVCSV
SLSNLNVYACLVCGKYFQGRGKSSHAYFHSLHENHHVYINLHTLKVYVLPDSYEVTDASLDDIKFNLNPTFTPAQVVALD
KVSTQSYDLNRKPYLPGFVGLNNVKANDYVNVVIQVLAHIPPIRDYFMLKNFDDKSELVKRFSTLVRKIWNPAAFKGQVS
PHELLQEISNASSRKFKLTEQSDPLAFLSWFLNTLHRDLGGSRKKNSSIIYSTFQGELSIESQAIQPKAVKDAEVAFDAT
NAITSTKSPFLFLALELPPPPLFQEELEKNIIPQIPLTTILSKYDGRTVQESVADLKRFQITRLPNYIILHIKRFSKNSF
VEEKNPTIVTFPIKNLSMAEFVSNPETEKVLGLHYDLLANITHEGDPATPNSTSYKVHIQHRAKEQWYQIQDLFVEEINA
HMIFLSESYIQVWELKSA*                                                             
>Mver_MVEG_02761                                                                
MPGLGKTYDPQHGPAFGQLTREAISMVVKSDGNDSVTWSIGQKRPKAWTKPPTSKPQSNGHQDGATAAQDTPTPEITPPP
VIAPPPPKASSWSALFRSNTPNPPPSATPANGAPGNKTAELNKATQPNGVKFDGIADVLHNYKLTYASALIQPRGLVNNG
NMCFMNAILQPLLHCPPFYNLLIQIGNNVVHSFKSTTPLVDSLIMFLREFQTVKKNQADYGSPFVPEYVYDALRGLKRFD
SMRGRQEDCQEFLGFLLDGLHEEFLAAMKDKPAGSERNGSADYEDSESGVSEDEWMEVTGPKNKASHTRSTQFSETPISS
IFSGQLRSILRISGQKDSITMEPFQSMQLDLTPDNVYTIEDALRNSTMPEVLDGFTSSERGGATVEATKKIFIEHVPPVL
VLHLKRFIYRDGGTQKLHKQVGYKTVLDLQPEIISPARRPSGPIPYKLFGVVYHHGRTAAGGHYTCDVLRQNSEWLNIDD
TNIRVISEADVAVNADGSTEPQAPLVNGALTNGHVTEAAALAAAISASKTTSDGVAYVLFYIRSDLKSSASSSGASTPVP
TPISTLNATAGSGASKPNKHGQGAWSVPKK*                                                 
>Mver_MVEG_02817                                                                
MLQETMENLLHPPAVVSILVLGLVFLLAPQQYKNFLLSDFIDDSIPMFASFRAYVLYPLARILLGWETNDSYNQDNDTPL
NNSPFSSGLGVNYLFDEHRNATSIIDRSKITSRAMIMNLQNQLDASGASSTTTFKESLPPTLHVVRGLVNTGNSCFLNSV
LQALSALSSLQPYLESLLTRADDLKLPIEDSQVAEALLDTIETLQEPQSARKSFRPRTFVSALEAARSRDPKASGYSSNI
MNRDQQDAQELFQIVSSALSAEELNIQKLQATRPLMDVDLLESLVKDIRLQHKDKLSNPMVGMLASRLSCIQCGYTEAIR
HFAFDNLSLSIPSTYSCSIEDCLQQFINLESLNDVVCRKCSLLATLNRLREEVKRLDLSPSKNTNASTNNIRRRRKSKAP
VKQHYSSDSESDLDLEYDRQQPVNYTTAERAAMKTKVVQQQHALLTAIRSDVQAPLPDITLAKTVSPHCTKQVMIGKAPP
VLCLHFQRSQYSPYGTVSKNNCRINFPEYLDLSPFCTSGVLLTRPNVPMSVSDEELASMGYQPSATPNKKIMYKLQSVVV
HYGGHSYGHFIAYRRKPASMVSKVDPSQRVPPSQRTSRAGMFMGSQAEDWFRISDETVESVTLGDVLGANPYMCLYERVE
EEVSEKSMFPKVLSSLSLQAVELGLGKLLGLAKHRTDPGVESDADTDTSSAKDSGMGMSISEKEYATIFSETLSALSRTG
VKERDEDMSDMEHLHQEDGHPWKSFVSSPNSTTPPSPIMGSYA*                                    
>Mver_MVEG_03037                                                                
MMVLDRGIVSISKDSIHLSNRRGVASWNILDESAQDLHSIALMGNAEIVAAGQQDKILSINMIRGIVTKKIDTDSEIVVM
KKSRLLVCGSTRGDLILHDPRSLAVEHRIQAHTGTISDLDVSGNLIVTCGFSDRQGTLVIDPMVKVYDMRTMRSLAPLPF
PNGPSFLKMHPKLSTTVCIASQTGQFQMCDVGNLSSGIQFYQINTASYINGFDISYSGEMIAFGDASNVVHVWGDKPEPQ
MNHFSNPIDAPTITMPPTVTVSDSDPLSSIGMPYYQEQLLSAWPAKTIFPVGRKPQSIPAAIMDNMKMIDFVGYAPNPGL
RLRNQAPSLPKVTLRDTPKFRSEQQKELYFGKRKGSTTAALDDEQEVDLTTGVVPKYYKRVEIKYSKFGVEDFDFGFYNK
TQFGGLETHIANSYCNALLQVLFFTPLLRTLAKAHIGQMCPRENCLTCELGFLFRMLEDSNGQNCQARNFLRAFSTIPQA
SALGLFEPDEPDVKTLYSSLIQNFNRFVLEQLHQECSLDRVPGVNISSNSSNSAATNPPPSVLTPSPIQQVFGMKTASTS
ICSHCGLEEERIMYPFVLDLMWPKPTSNVHQSSKNHHHHAASIKQQQQPMGFADILKSSICRESHNRVWCTQCQQYQPTT
SRKSLLDLPLVLSINTGISSKDTSTVSSGMFLDESGKGADWLPLRFALGVDSKNVQVIEDDSTDISEFGITAEYELTAVV
SQIQAPGEVAHLVSHVKVISENDPELCEGSPWYFFNDFLVKNVQEGEVSQFPSAWKTPSILYYTRVNHSPPPLTTETPSA
PDTSILHVDLSISKYRDPSYVYHQLLRPEEIKQEEKLLIAIDTEFVALSREETEIRSDGTKSLLRPPRMSLARVSVLRGN
EGPLEYVPFIDDYIATSEPVVDYLTEFSGIQPGDLDPSLSKHTLVPLKVAYKRLRVLVDIGCIFVGHGLRQDFRIINILV
PPEQVKDTVDIFHIKNRQRKISLRFLVWYLLHQDIQSETHNSIEDARTALALYKKYLELTEQGIFQEVLEDIYNEGRKNN
WKPIPGQFPAPWPRPPGFTSTGAGASGTPSSVSNATFQNLSRPATPSTASNVPSANATGAQNVGHAQSSGIQMSPLAYAT
QQQQQQQLQFQQLQQQQQQQQQQQQHYHMQQQMQQQIQVQQQQQMQAQQQMYLQQKHQHQHQLHMQQQHHHQQHIQQQQQ
PYRPFPQQQQPPKY*                                                                 
>Mver_MVEG_03129                                                                
MTPKKKAGKAKANKGVKGPIKGPQLNPGDFGDDATVAKLLVGSESTAGNADIASVEESLISGAIEASLQSSREQQQQKKQ
DEERAKEQELVLANEDSLDFTTDQELQSFADGSNSTVVCPHVKKTVNVLNLRHTLAKLDDWDHCHECRWLDIRVRKTAER
MIPQFAQLALAEIGDSKEAFSLELLWMCLSCGEINCGRAIKEHAVFHYDKQKKEHPLVINLASMDCWCYECDDQIVAAQG
RNPMVQECQSVVAKILQSRLAKARAASIALAKKNKSALIEAAPKAKIFAPGLQNLGNTCFFNSVVQVLTETKSLKSILTT
PDDPHFPVSLSATIDSGLGPLTTTFKDFLHTMWKQSGGSVTPRDLFTQIAKKWKVFRAMKEQDSQELMRYLFDGIKEEEL
ELIKKRQGIENTPKTDSPKYAPFIETCFAGKLVSVIVCDACKKCSYAHEDYFDLSLPLKGPGAPVPSGGSLMDRLRSQSK
ASLNTSFTTVDDSDPIPESEKGSEAHLRHVEKLLKNVGHSNTDKLSIERSLNQFTSVDHLEGENKFACENCYKILQSTKG
DLASKEDQTEMEDIQDGDKETVNKDDSSESDESDQESKTLSSKTLNAPTESKHILRRAYKRYLVSSLPPTLVLHLKRFEQ
TGLRPQKIEDQVDIPVELDMGPYVIPKNELFEEGDAGSESVIQEALPSTKYKLYGAVVHAGSLATGHYTNYVLSSKVELA
PTNKKDASATSNATPGMPDIPLAAMLQMQEKNKKKGRGKKGSGGQQQQQQPQQQQPQQPVKEEAPVEAKEDRQWIHCGDL
NVRMATLEEVLDSRPYLLFYERVLS*                                                      
>Mver_MVEG_03301                                                                
MEDQMDVKMDLASPAMDESPVVPVEEHHSVNDVEWMTEKLIPKMADLEEAACETFQWDIKDWRSLDKRVTGPEFEIGGYK
WRILLFPQGNNDRENCAVYLDSAEPNNGQDPNWHVCAQFALLMSNPDHPTVYVSHTANHRFTASEADWGFTRFQELRKLD
SALDHRGIPLIDNDRTVITAYVRVYHDPTGVLWHNFINYDSKAMTGYVGLKNQGATCYMNSLLQSLFFTNYFRKAVFDIP



TADDEPSKSVALALQRVFYQLATSINSVGTTELTKSFGWNSLESFMQHDVQEFNRVLQDNLEGKMKGTDAEGAIQKLFVG
KMKSYIKCINVDYESSRVENFYDIQLNVKGCKTLRDSFANYIDVETLDGENKYQAEGHGLQDARKGVIFESLPPVLHLQL
KRFEYDIERDAMVKINDRHEFPLDIDLADFVAEGEEKQKAGPDGFKYTLHGVLVHSGDLHGGHYFALLKPERNGNWYRFD
DDRVTRATQKEVLDENYGGGEAIENLAGMTMAMRQLNRHKRFTNAYMLVYVRDNAMDEVLKPLTPDDVPEHLQQRLDDER
AALEIKKKERDESLLYFNARIISDEDFKAHDGCDLFNPHSPTAGKPLRVRRQDTFADFKTEVAALYNVAEDQMQIWTLVK
RQNDTIRTDLPIPETDRQLTMENIKEKYGTRSQSDLKCYIEIADKPTAAPNGKFTFFPSEGQTGYFMIFIKYYDPLASRL
EGVGKLYVQKNSKVADILPQLNEKMGFAINTPLKLFEEIKPSMIEPMRVKASFSQCEIQGGDIIVFQKDLTPKEMNELQQ
QNIRAAIPQYYEYINNRIIVEFKPKDDEDTTLESYSIELSKKSTYDQVATKLAEKLKIDPLHIQFTAAAPPNGLPKNKIK
RSTNLQLQEMLSPGYINNAQSSNVIYYEKLDISIVELESKRLVKVTFLGPTLKDESTHELLLLKTCNMNALVEALLSKVK
LNPNGSQRLRTFAVFNGKLIKEYGLNDPISSTHDSFSLYVEEIPTEEIEALEDEPILTCFHYTGDISRLHGIPFKIVVKE
NEEIRDTKTRIRARLGMSEKDFAKVKFVLCHQNGKVTPLEDDDVLSATDLSPNDSLGLDHVDKSGRNNRLGAEKAIFIRG
*                                                                               
>Mver_MVEG_03705                                                                
MATITKISALARSVTGGTPHRWIIDFNDHEVGAESHIHKFYLNPHVGDEPFSACCQTCFKQYSIKIDSPNSRCNGLTHHL
HTVFGTNLVDVECCHCGKKIYAQVEKPTLPLSLIRTLESNRGPNAKDVPDFPIAISALIKFFDDALDSNSTSVYAKGNSM
TFDLGLDSTSKEIFDIAGFTLMDDWLHAPELNQASKQTLRSIISSFGVFHPLNTTFLEKLGTQLMLERRTRLRETDVGAC
FDELGCLSDMNDEWILEAFQTQVSHSPSSACGLVDSFMKIRARRTEVLDQEIASKRSQGIVCTSELEDAYRAFDIQTAAK
MGNPLLNTLTGTPSDTPGPDTSTTLFGATPVGIGNIGSTCYLNSVIQYVYTVKDIREAVINMDPNDKHFPGLWKAVNRRI
LYKTKIIEAKEVALELRELFLEMRSAKDKEVKPSRRLVNLLFPPLSFPDEESPRHTSNRILQLTPDSKPFDSFNCLFYLK
TYQKRHGLNKKTGQEEERCVPYNCSTLILPVPADDSAMEDLVDDYFNAREPPSSEPSFPQATGAEKTPTGNNSNNNSPII
KAEEARKTSAFVSIPKRLYFDEYLDENESGEGQRRYKKIKLWREERRTNQKILRSLRKASKSNVPSPASSLDVSSPAPSE
TGSISPPPSSSSDEASSSKEATSEDSELELLSLAPSSSSDGASSGKEATPECQETDSGSIFSDGASFKSATEYPRIDSSS
PSSDEASFKEATTEDEIDLLAQSEYRLHAIFHHDGNAYGGHYWVYILDNQGSEPRWIKYSDDEVSVIRVRREDEVFKGIE
GSTAVFCVYVRASDSDKVQTVHRVIQ*                                                     
>Mver_MVEG_04676                                                                
MLPTSSNFLDSPTKKIKDLVEAAKITYDPSFTLKQYVRSAQTILNKADQARVKGDMEGAFVSSLKATTIMLELVNKDKDY
DKHKTDSEYLATKQRVINMLDDTEKIKELLLAKYESLHDIDTQAMEAASKAGKPKPPPRPNKPVFLSSKFDGSTPSTSVP
TSFGSSSSSSAPATPAASYLTQTSPSLSDSGLSGAFAAMSISRSPPLQPSFPPPTSLPGYRPLQPTAYNAASPMGQPIIT
SNVSATSAIFPNGSTTAPYMAQSAYALPPPIPMPSNSMSGSMSGPIPGSQSNYLTPAPSPIPIPAPRPAHTLAPPISAPA
ALPNGDSKPNTLQDSISPSPGAQAPSPSSSSASVTETPKTTQPLKINPQNVLNYMRQEKPPKLLLIDVRRQVQYSNAKIK
SQSIVNIEPLALRDGISSKIIADQSLFNNPQVEQDAFQNRHKFDLVIYYDQTTTEIPKEGPLAILFRALHELEFEKPLAR
LPVLLIGGFNAWLECAGMNWVEGVGVDAARKVGHGDSAPILIANSQSKTGNSLELDAPLSRPGSTPIPQDHQPQNHAIFT
KLSRGGGINRHDGRIIRRNIGEYIVRDDEPQSMVNPRIPSTSPSNYPNNVNPAYPPTATPQSNINATPPPSHMASYNNNN
GNININHGVPYYPNQGGYSYGPGREYQGQPGYPGGPSYGSSATPTYRNDSSAGTLNRRLTIYDNHWNNFGTEKPYSPTSA
NASSPSIPDKIPILGASMGVMMNTTPSETSMPPTLPTHLAMRPAIPPKPMRPLPQTPGMSDLRSYTQFGSGFSKIGSQLG
KTGLTNLGNTCFMNSVIQCLIATPPLSRFFLDGSFKRYINMQNVLGTQGRLAEAFSDLIRSMWSGQSLVVSPTSFRYAIA
GFAPQFKGTEQHDSQEFLSFLLDGLHEDLKSGPRPPPPGENEGSEADEARMEKLPEYEASEIAWQRYLRRDNSIVVSLFQ
GQFKNRLCCSKCGKTSTTYNAFMYLALPIKAKVSGRQPQTLASCLNNFVEPETMEGDNAWNCPNCKKPRKATKHLTISRV
PDVLLIQLKRFSSDGPFKNKIKAMVQYPIQDLDLTKYLPKRGSAPPEPAIYDLYAVSNHSGEVSSGHYTACVRGEAPGSW
TNFDDTRVSPCDKSVAVSEHGYTLFYVRKKQ*                                                
>Mver_MVEG_05725                                                                
MIISIMKKKQALAITDDEKAELVQDMEALQMFAEKKCLNPDEKLDYSVQSLFIALFTSLPDTRPLSMSGYIEFLVDHLAI
MPIKPQDKSAHPPSKNTIQLLQSCWEKGPDNVFLTMPLLFLHLSDTDNECSLAIGHLLQAVPEDYTSVVDPFVQNLSSLE
LWRLKSVIQRLISWLVVQGISGFGVWIVAIMESLASRGEFMMLRDIADENAYKVARALSFKTRRDDAFAVLRFLLLGYTH
SPKLFNNVVQGLIPLLMSCRKPEDLEFSTQVCNLAQILAIHFGDNGDIEAKVSKARTFLRLPIVTRIDALQAIRDSSWKK
SLQIQNTSAGSRTPKFTQPLGKVGLVNLGNSCFMSSALRALYCSSEFKNAVLNSAQKVDSTKVMTTRLRDTFVGLSTSRL
SVFTPSPLYKALPDWLNDGHQQDAAEFTKILFSRLEDESPISKDALSSFRGVMINQVKCGTCTTVSTKKEDYYDLTVPLP
KSDYTDLQSVVDVFPSEEVLSEENHNMYFCDKCQSLQAATRFTMLGALPLNLIVSVNRFEFDTKRSRRIKMNTPIHLSES
IQVRVQESHEAQVYDLYGVVIHSGESANHGHYYTYAKEPDEPGSVDAWLLYNDTNISRSSFDGMQQALKSSRADTPYMLF
FRRTGRTATLKNQNQVRSDLFGGSSSSSHGSNSFNRDREQQTALLYEQQNDFRMEELASKVSALNKITVDIHNEVHGQHA
LLDQNSNSFNDFGTSFATTIKKLNVMASQQLGKSMCWMVSAIVFVFFIVYFILSRTNSPE*                   
>Mver_MVEG_05944                                                                
MAKKKKGGRRLSQSDFADGDAMLQDILVGSANAKARAMTPPVPVAVPAAPTTSTIAPTLGETAEPMSTAELVPSIQESSH
KPFVDKKCQHVKNAVKAPKFKKGLGHLKDWDHCQGCIAAEAKAKKLAKRQQQDSTEALEALSLDDADHSIEALDSESLWI
CLTCCEINCGRALKKHAIMHHEKNQHSHPLAINLGTMDCWCYECDAQIVPSKNRNETVKECQAIIETVLQIRQSKMRAAS
ASTSKKTKGSLSANSNTSTVIAPPLTKAKISTPGLQNLGNTCFFNSVVQILTETKSLKTILSEDQEAQAQFPISLAARTD
AGLGPLTSAFKMFLETMWKQQGATVAPRDLFMQICKKWKVFRGFRQQDSQELMRYLFDGIKQEELDLIKRQLAEEKGDQP
EAEAVVETDASDTEKIKDQNEDKLEIETPKYVPFIDTCFSGKLVSVIVCDSCKKCSYAYENFFDMSLPVKGPTQLATGLS
PKARLLAHSKPTTAKPSELEISTTGTDADDNKLPIPESDLPSEAHLTHIRKLLKNVGQSNSEDLSILRSLNQFTAVDTLD
GDNKFACENCFKLVRSSTTIPEEPKEADEIPELSSAAQESVVDPEAVKVEQEDQEEVQEVQEDSAADKKDEAMSETTEEA
VHDAVNGTLQDSKDDTSESEESDESHEQVDRFGNTISRKPSPPLKVTANKKKPEEEKFIFRKAYKRYLVSSLPSTLVLHL
KRFEQSGRFGQMRKIEDHVEIPEELDMGPYFMPAKDVEEEGDGVKEGAVVVGSASKKYRLYGAVVHIGTLVGGHYTNYVL



SSKVESVAHSNIKVSGKDESVEMDEDSTELKEKKDPARQWIACSDTSVRHASLQEVLASRAYLLFYERIE*         
>Mver_MVEG_06175                                                                
MSPDSSMHDTDTIDIMDKDTPSIHIESSSSKSSTASPHKQGEDHASPGDTLMSSTSISAKDNQDNTVTPPPNHTPSSHLH
NTASSSISISSSSSTSDSHHHLFSASTTTSSSSISTIPSSIPSHKRGREPSSMTDPSEAARYTPPREMFKADEIDVVRMA
SLDDLVPSSSITSSMEASSSSLHVPEQESFSQSNSSASTTTDMDMPSLSSIPSDLDDNLSHQLSIHSPEKFVTGHTDSDT
VDMDSSLEELGAAVVLAMPVTPSLDLNNENYTPSIDVPSPEEQNALFLDHSRRALKEGDTWYLLDKQWVAKFRKYCSSMT
SKGTGQHPGSVDNTNLLGTNGSLRSDAQVSAQLISEPGWELLVKWYGTSTAPIKRSVVNTATELNPNLMVDFFPPSFTLY
KVVDSTLASDPMFAMNVPNTLEVPRSTTLGNFKTVLHHEFGYAGPSRLWSFQADANINAEGNTITDEAIVNVGATCLEDK
EDDLTLGEIQELGAGRDVAVEFAKEDGSYIVNYTPPVVQPYPSFGITALGPRGALFNNRSLSPSPSNSGAADGICGLQNL
GNTCFMNSALQCLSNTPDLTRYILAGAWRDELNRDNPLGMSGEVARAYATLIDKLWNGTSKVFSPRDFKSTIGRFAPSFT
GYHQHDSQELLAFLLDGLHEDLNRILKKPYTEVPDSNGRPDEEVAADCWDIHKARNDSIIVDLFQGQYKSTLVCPECEKV
SVTFDPFMYLSLPLPINKKWIGTVTYVPYDPSKPVVDIKVQLPKGSTQRQLKDKVAEMMGTHGSHLFSAEVFSNRFYKSH
DNGDAVDELGESDKTFLYELPIPDFTTSSTHVVFPVFSMLESAQSYSSYGRLGLIGHPMMVAVTKEEANNPDAVYAAVAH
QASRYTTTSLYTSKEDEEDEEDEDKDDIKDDTPMSSELPSLEEIKVPKSGMFKLGFFAPPPPSRYRSMARATLYAPTQMP
SWSDIQDIYQRVAPQERDSSPEPDEHMHDYDGLRAGHYRRTSSPSTNSSWNGGRARVPQPDEDDLSESEDAATLTVRSTL
RRGRVLTEDDDEEAEEEEVTLSRKAVPVEPAVRQGDMIFCMWERSWKESISNDKYHYSVHGASSLDPSSGPRALWDDRAK
EIVDPVLMEELANSKNGKKTITLEDCLMEYTKEEQLGEEDLWYCPNCKKHQQATKKLDIWRLPDILVVHLKRFSHTRAWR
DKIDAFVDFPIHGLDLSGKALKEEDRNENVYDLYGVSNHMGGLGGGHYTAYAKNEKLNQWYNFDDSHVSPVRDVETIKSS
SAYLLFYRRRNAAVREYVYRPATPVPPKSMASSSSSSSSGHKLGGLSSSVQDNWLSATSIKDNDNNGDEEHDGWGKPGMI
GPAFGPLHLDNMDDDDELPSYDVSTGPMSLLSPTSMPSPLFKLSEDRGKAVVVGELASDDDDDDDLDGSRAKNHHYYGTN
MSGYGGDDSDARQSPDLSSCASDGSTSATANASPDVLGPQRGGGYPVVVPVELSSMSSMISREGGRIDDEEEEEGGASAG
ILAPFELGEETEGEDDGDEVNLVTFQGPRA*                                                 
>Mver_MVEG_07033                                                                
MVAFKVHGGQQQHGHKKFKKHGNQDKQHFHADKKQHHQLPKQHHAQPSVNSPFPKAQTTPAPPSAPTPSPSKDKEDPNGF
RLPAKILFNKDKVQMNWPQSRPVGPGLGNMGNTCFLNSVLQCLTYTPPLAMYLLSSQHGDSCKATGFCMMCLLEKHVMRC
FSHNLKESIYPKVIVGRLRNIGKQFRIGRQEDSHEFARYLIDALQKSCLEGYDSKMDNRIKETTFIHQVFGGYFQSQVKC
MKCGYESNTYETYLDVSLDIKGAESVQSAFRDYIKPEILSKSNQYKCDKCKVLVNARKQMTIYDAPKILSVHLKRFTFTG
QKINRHVKFDTKLELNSVMSTNKKHPELNYGLYAVLVHAGGSCHSGHYYCYVKGSNGSWYSMNDSHVSPVSLQTVLGQTA
YMLFYAQEKKGSKTNGVKVEGTKSAPVQMKRSRPDADDMEDINTTKVRSTEEVSKDKRVKVEEGLGLGGAPSELTKAERK
KLKLEKMREKMEQEKGAQKRLNDYELATSAKVSSSSSTSSSSSAPTSFASSASAVKSIFGVPIANVASSGTLKNLSPLAD
LDFKPLKMPMPKATTPVKKAETVVVEGWKVTEGVPKSPVAVDIGSLRNGKSEKKGEYMQDGWTVRIATK*          
>Mver_MVEG_07382                                                                
MNAALQALSNTPALVEYFKTCEAFIPESRRVEYARQKNHMLVESFLHFIQTMWSGKSAIFSPGYLVSDVKKCNDMFQGSA
QQDSQEFLRCILDKLHEELTYPRKYITHSPSTSSIPSHDEKSPKNRHVQLPHVGPLSTVTPIIGPKVQNGTSKDSAKSTS
SKKNGIVTTSSVSYSSSRSSISSRSVQSSENSSMTDNAEVTPAKATNPSVISDIFEGTLESRVRCLICRREYIKEDKFFD
LSIPIDKKSKIIDDDSPSEKSSKDGGSAFGSFVDSIGGWLSNRNIKLQDCLASFCATEELTGEDRYRCTQCDALNDCRKT
FKITQLPETLCIHLKRFRYDSYSSKINTYVQFPMEDLDMMPFLKSTDQTELRNAKYDLYAMVRHRGVFGGGHYIGYAKHD
QDGSWYEYDDTYVTRKAPADIAKMEAYILFYKRKALHREEDRSRILTKYMSKPLMQIYDKALMVYISRLWFCRWKCFSNP
GPISNHDFLCPHGGINVATTQNVQAMVMPIPRIAWDALVDLYGTDGSPIVPITAFDSEQEMDCSICAIEECELNERRRRE
DADVSKLDSNMISDGQMWYLIGADWLKEWHAFKAGDKPPGPIKNSQFLKDNGHPRAGMKRGTDYRGINHNVWRYLHNIYG
GGPEFVRCTLDLYAPDPKTIQANSNGFKNGPMSPKKMTAHQLHQHHTHHSPSRPIFH*                      
>Mver_MVEG_07723                                                                
MPPLGRKTDKQWRFVGQTVNHIDELMPAHIRSAFGLCADLQERNIDDATPERVKNNDVNLFPYCYNIYKDPEGKREPSKA
TGCSAARCKDNPHCLNYMGQDQWEREDAVVRYLSLADDKPNPETAKRTEGKPAGMKNLGATCYANSLLQVWFHDPEFRKS
IYNSEFESSGDKSMNALYQLQLLFSFLDRGIRDIYNPLALVNSLKLDISMQQDAQEFCNLFMARIDSQLQKQKSEILQNF
IKNQFQGRYSYHTTCKNCKNTSTRDCNFFELMLNIKNHCTLMDCLDEFVEAEDLSGNDRYSCSKCSSLQDAVREIKIEQM
PEVLNVQLMRFIYDNITWTKKKSKDMIRFPELIDFASLLRSKEPVLYELTAVLVHSGPSAHSGHFLAHVLDKRSNKWFVL
NDEEVAEFSSTLFDPEEYSDMSAASKGKNASKTTMVSGADDGTRQLNTLSSRNAYMLTYTRRRTPTHESQPLSPPSETMN
LVSQDNTAFELDLKDYSERYYVPIECLAKQIALAPPSTETSTGAKGSGPVIDTTSLCCEHHKLSPVHVSRAKRISESAKQ
ILDSRHVTISPLLTPNDICEECVGVYVQDKLYGIHHRRDVDEFEKRSKGARSPMAAWISKLWLNDWLKVSPHLHPPHGSN
SEDPSPVAQPFLGDALCPHSNLAGDKTKRKLINKSALEVLTRIFGLLELPCADAEECPQCLYELQRHLESQKDVTSRAAS
EKIELSGLAMRSGHPPLMKDNEQYYILSDKFLRQWLDYIKKPLQKERPTEIVNNVLLCEHGGFLFNPDDTTDAQNTDDYS
VVTAEEWAYLQAIYGGGPEISIMHRQLAFSESDPQESKHGTESSPGVCQECRSKRVLDYESAPLFIRIYAPGDAIVGEEA
TESANAPAPDIDHLSIAESSSKSSKRKKAAPKSDSYGSRRSKRAKPEKDPFKQVVVHVGKSDTVRDLKLKIMQKTRIVPI
YQKLLFGQRELDNNEATMAGLEILPSSVLNLIAFDQSMENLHLSSLEDFVPLPGDVGGFGGTGLVDDEDEWA*       
>Mver_MVEG_08193                                                                
MEASLDVSYTAITDKAIVDAVVKHPEDKEEDSTVGEIQEFEAGRDVAAKFAKEDGSYIVNYTPPVIQPYPSFGITALGPH
EALFKNRSLSPSPSNNGAADGICGLQNLGNTCFMNSALQCLSNTPDLTHYILTGAWRDDLNRDNPLGMGGEVSHAYANLI
DKLWNGTSKVFSPCDFKSTIGRFSPSFTGYHQHDSQELLAFLLDGLHEDLNRILKKPYTQVPDSNGRPDKEVAADCWNIH
KARNDSIIVDLFQGQYKSTLVCPECKKVSVTFDPFMYLSLPLPINKKWIGTVTYVPYDPSKPVVDIKVQLPKGSTLRQLK
DKVAEMVGTHSSHLFSTKVLSSRFCKSHDDGDTVDELEEKDKTFLYELPIPDFTTSTSHVVFPVFSMLESAQSGPSRRPG
FIGHPMMVAVTKEGANNPDTVYATVAHQASRYTTTSLYELKKDNIPDSNNDMSFEMPPSLGDVKEPKRSIFKLGFFAPSQ



FRCKSTSCATLYAPTKMPSLNNIQDIYQRVASRQSDNNAPAVRQGDMIFCMWERSWKESICSNKYSHSKRGHSSLDSSSR
PRALWDERPNEIVKPVLMEELANTKNGKTTISLNDCLMEHAKEEQLGKGELWHCPNCKKNQQATKKMDIWRLSDILVVHL
KRFSVMGGRHDKIGTFVDFPIQGLDLSGKVLKDVDQNENVYDLYGVSNHIGGLNIGHYTAYVKNEKLDQWYNFDDSHVSP
IQEVESIKSASAYLLFYRRRNALVREYGQRHLISGAMNVDCD*                                     
>Mver_MVEG_08436                                                                
MVNTVKAKAAQVLTSQQQDAQELFQILSSQLSEEREKVDHPTTSSLLDRMTVSEILNPSLNRRQSTSSVMSASLSSISSL
SLSSPSSATNRSKSISSNTGQLSPKSPSPRSTQEGKENASNGFMTASLIVDKKEQEKYNRAKSPFMGLLASRVSCVDCGY
TAAIRHSTFDNLSLTVPPQLLCTLENCLDAFIHLDTISDFNCRKCTLLNSSRELEMSIVQLHNSLAQTTDTYAEGQDTTA
ISVAKPDDIAQRVRLSQLEQTKAKIDECLATNIEMDLSPLELMQVRSKKTTKHSMIAKPPQALCLHLNRSIFTPSGQLAK
NPCKVVFQPVLDFTPFTTSGYLNTVATKSMSRRGSLSLAETVASSSSSMDTGTSFSKSLSKPTWANPGMPTKDGTTLFKN
GHLNGSYPTEQHEERILYRLRAVVVHLGNHNSGHFVTYRRIPSVSSLSGQTSMVDESKSKWWRISDEDVQVVTWDIVKHM
EAYMLFYEKETSTKI*                                                                
>Mver_MVEG_08819                                                                
MAACPHVSSTRLSVPSPTAQIYKDECTFCYDSPDNEGGLDVCLTCYNGGCTDSERYHNIQHYTKSGHSLALNIKRVKIQK
EPRNAEEPPQKITKIAIVPENDADLYEYFTQVKCYDCGGIEIEQTGNIPKVVEAIMSSLSASRQSEIKAWEEEITSCDHI
RKLQQDAAKAVSAENAHCANCDLNENLWLCLVCGNLGCGRQQFGGTGGNGHGLAHFDATGHGVACKLGTITPEGTADIYC
YHCNEERSDDQLGAHLAHFGIKVETQQKSIKSLTELALEQNQNFNFNMFTEDGKSFEPLFGPGYTGFKNLGNSCYMASVL
QSVFDLPAFVSRYYPVDVNHLQTCSQDPGKCLQCQLSKVADGLLSGRYATPVIADNGDVQGQDGIAPGMFKALIGKDHPE
FSTMRQQDSFEFFQHLIKIVSQNERTTGRDPTKTFEFSNEQRLQCNDCKKVRYSHDSTTAVSIAVPATKKGTSADGEDEY
ESVTLEQCLNTYIQEETLPYNCPSCQKNTTATKTTASPHSLKCWWSTCADSPTRTGCPESSLSQLLYPRVVLISKSTVDM
DSRPTKSLYQRMLQEQDRHHLDQPLTRPLWSSSR*                                             
>Mver_MVEG_09484                                                                
MTTADPKNLESKLQTPTQSTGDDPDDTKNPEPTKEVGPSKTGHLSDAHMSIDKPTHNLEDQGAPPELPPPPAYQPRDMNK
NMVPHIENVYPSEQEGFALLEDDNRKWHDSPGNGSDLVGQSSGDDFSDEDDLGAEDDELEDDQYFEDEFSDDIQEMDDLT
RPKDTFVYDTHGPYLPHQHAGHVRKLNPSHIQRKRPLLLKTTSDIRLETTNSIPASVDPSTATEEQQFLLGCNEVTRQMH
QGDIAQVFQGIKTAMDQAIERRKDEATLNAQGYTPTQLRIFESMYFGVWAKLLLERRLGPHPGPIIDFLREFIELACLII
QQDNDLPETYAQALAMMFEPGDLEIYRRPKRPARLSHERVARFSDYSEYGLDDDELSPLQQEFQGLFVTVGGMEACLGAI
ESQVEDPERNDSKLKTVLLLLTLVSRSQLLARESDQSSIAGDDFTKRLTAAILGYFPDHLDGFKSVNKSVILNIISLVGQ
FLIENHRSPILSPGFHHETEFDYDFEQDPISRSNVSEIKYSDFRLEMAVRLMKTTRLDLRLAGLIELKEVLVRIQRLQQN
RSRLRRRSDSDMDVVEADKKPIEHLCSRLQSMQIVGHIFGSNIHLEIVQRSTDVLVFLVQTKVFTLGDLDLIWASVGGNQ
HRSIVYGVYQVLSDLSSKLPQEYLRHLFTKLQTAPLENWDQQLVDLSRSMFLSMVQRAKYNPEEGTMSLIPFQTLLNVLR
AATPSYSRDDPNVAPAAVNPDVLANIVSLLSEGIRVGPLPQDRKVLVDCCIQDLKTNHPGAFWGLQVIQQIFEQHFTNTD
NTALQFYKQACSSLPNLFMADLKVYANAMKKQPPTPSPTVSSHLNLQEYFKNMQLRNRLIFLKAMARIFPAFWSSTDLAD
TLWTCLIADPIGAQEQDEAFLCLEGINDLKFAEYVYQTLLPGLDVARITEKGWGCLRQYFLLINWHRRNVSVRNDSPNGS
GQVIVVMAPMQGMNLIWKVALHTQSPNVGLQATDFISQLIKSYPEQDDASQSIEAVRKFREGLIETCVEHLVASSERLSN
IDPMELNEVSLEFERCICILKAFLAACNSEMTDGSFRPEIHGTLDEDVMLTLKINASNSHFQLAAHPSGTLSMLRRSIAA
KLGCTDPEDIRIFYHGKDFSVSIDHKTLEELSVESGQTFLASKRPTSSVYRQMSVQKNLPTDLLLKPSFFERIRQILLLD
EKYASQAWDIVTRLPTSPVLLQSFQSLNEDVDWNVLLDARSPFLLLYSLQILNSLIKEDQLQDSQDQKWTKRFVELGGQQ
YLTTLLMSDSGLGSSNTSPTARKALGLMLKVLVRLADSSEIEGESLSMSGLTVPVFINKLVAEILTSAARAGSHSPNDQS
IVLNATSLISHFCAGPLGWQYFQACPDIRSLIFVSMVKSDSAQIRQIVLEMGRKFCMQSIAAEGTISPVIFFLDILQSFL
PLSKEYESNCSELFGFFEAVAREANRYCSEEYFRSLYTKLMETIINHPIAEDSSSLKEDTVLVGMLKVATAMINTDPRLK
RLDTDFRIIDYVFDECLFPQMPSLELETSSKPVAAKCQSDASRAAAFEFLEESTRSTLETLCHVVKKTHDHFQREHDMAE
FWGYDPQMTKRARCGFVGLQNLGATCYVNSIVQQFFMNRDFRTGILDAPTDENDANRNDTLLYQLQLLFGNLQESMKRSY
NAHGFCYAYKDWDGNPMNVAVQMDVDEFFNILFDRLESSVKSTPQEELFKKQYGGKLVQQIKSKDCEHISEREDSFFSIQ
CEVKNKKSLEESLQLYVQGEILDGDNKYKCSSCDKHVDAIKRACIKELPQNLILHLKRFDYDMDTMRRIKINDRFEFPTR
LDMEPYTLDYLTRKEQAQEGGVSSPSTHLPEHSAAFQYNLVGVLVHTGTADSGHYYSYIKDRSLEGTTSDQGAENTLWYH
FNDSKVEEFDPSEIPSKAFGGPEYIPSESPYIKSSPRMTTKPYSAYMLFYERADAPVPKVPMVIESKVPSDIKDVVVKEN
IILMKDLAVFDRLYYRFVWDLFHMYESLPQDDQALVVSDEQPEFLSMRYGLDFFFTVLIHARDVDQELQKWGRFLSSVLS
RYPRGCSDFLYRLTQHPVLFSSVLLYCPINQVREAVVDLVSEALHELRKDKDSYGLVHMGDAPADDLEDDLFCVSGSPVF
EIIAYLLRLLPDARANWRNFDEYFKLMYNITQLGRAERITMIKMGYVAELVEFYISDEKFDFKKKKMGDKFTKPAFQFLL
LTVQELVCTCDAVRSYQLLQEQGQDSVHREASSDSSSSTSSALSSPSSDDYASKDDVPSGAVEPTPVLSKADLSALFFST
GMQATNEHTALTIKKMVADRVDSGIISKIVCHLAAHDYLGTRYLESLANNLDYGHEDRCGVILQVFKDVVQIGDDLLERR
VEFILGHVTKFLEMSPHGASAYDCLEFFRTISDYGQCGRFTQAWLLRNTRAWLQELLLVQADAETRARARMFYMELLSSE
RAFNGWTDEEAASASSEHFASLLQLMGGLPQMVAYFQNQPRGEDDESGWRFVDYFKTLTELVKGDRERDLFSHSWKPFLE
VLSRLDSQQLNLDYDKKEMMVFWYRIMNNNVERNTQLAQYKLVGTVLRKFYVCLQNNPVNIQFHREVLPIYFGLVLRFSV
LWRPFLQEWVQCHNYTWALGAMKWGAFASHCPQELTHLLEYTLMEFPQYREECWRSVLSPDAARFHCYFTMLARSLFDPG
NEISGNLFFRHGGLIHLTDAMRLADQGTVTNENEFYNVEALSLLCDYLTRMHVCHNTPSFAFAMDHWSNIATCIEILLGN
LSFNTPGPVYQASIEILQEIVNEARSAQNLPILKALDTAHCRWRDSYEGGLKQSDVQTIFGGPRSPFCQYGAVEAPQVMS
SVGFAPVRIGPLIIVHPELLQNMSTLPPALLDDWYLPYWELTRSICKLEGSHKHKAIELAALLAMEQLAVGSLIHFEVLC
EAAEQAEKDTDVAMSLQNPYVTMFVERFLNRSQYLDLKEPHLSAGARLIGVVSTYMDKAALEFLSAERLARIEAILEQKN
KVVTTTTTLAEVDLQHIVTCLQNFKMLGLDKDEKTFEILSHLYDRIRPVVATAPASYSILLSGLLQLTTITHDVDKEISD
ESGDSTLNEGMSSNDGGAGSIKDLSANTSAEDIVVLSPAGPSTDEDVNMVAAMLGGEVAVEERILGKEMEVQTSAVQEKD



EELKKAGLKEDEPEFVEV*                                                             
>Mver_MVEG_09614                                                                
MTDMQQVDANLLRKNNSVFHARRIQFKESTRVDLKQERLRQKYRPVNLPNTAPSASNGVISTPSSVTYSGGKGANTVTED
ENGFRLPAKVLFSKEKVQLAWPQPRPIGPGLDNLGNTCFLNSVLQCLTYTPPLANFLLSNQHSNSCKTNNFCMMCLLERH
ISQCFDHSMNDSVSPKVIVGRLKNIGKQFVVGRQEDSHEFARCLIDSLQRSCLVGFDSKLDNRIKETTIIHQIFGGYFQS
QVKCMECEQESNTFETFLDISLDIKGTESIQRALRDYTRPEILTKSNQYQCDKCNTLVDARKQMTIYEAPKVLTVHLKRF
TSSGQKINQHIKFDTKLELASVMSPSKSISELNYSLYAVLVHAGNTCHSGHYFCYIKSSNGIWYSMNDTTVAVISLQTVL
SQNVYMLFYTQDKPSASSTKSTNVNNTRPNFIKSPAVTVKRPKLDGDEIGAKIERSSIVIKEKKPKVEQPTLAPEVTKEE
RIRLKKEKKRERQEKEEKEQEGAKTRSETSYTLPSSSTTSSSSNTTAEAKPIEVNFAQRRPSLTLPIRPIADWKVTEGAP
TPVAKEHGTLDLNDQKKKKEYRDMEEEQNDEDEPAPEKEGEWTVKPRTVTEAIVVSHNEASTSKREKLQALIARESEFKS
AEVKDAILGEVKHMLGSKVSTWEEPSYELTKAREAVLKTLKPKHHRPDAYDVEYDRGKVKKVKTKNVMDGAAVGAKVGNK
FQKEQDVRNLVKPKFHKNKNTGAKKPKNEL*                                                 
>Mver_MVEG_09951                                                                
MALLKWMGVSQEEKPVVNDVPIGLENFGNTCYCNSILQALYYCRPFRDCVLAYQEGTGAMGPQFPMSPATPAFSINSNSS
SYFAPQSASSTGAGFSNGTLSSTGRNHQRDSSSNGALSGPGTASAVATPGATTPRANIVGNLLPNGGGPDPDSAPQENMF
LCLQDLFLRIQNHSKKTQYFTPTAFVAKVKKENELFRSSMHQDAHEFLMFIISTISEDIEADIKKNQKDIEDSLPKPVFN
GSTGAITNGSTTSGTHANGANKDSNGHSHANDSSSEVSLTLNGGDEVRIRINGADINTASSSSNHGNSQGPGGGESIGDR
SSIQSESTIPKPKEKMWVQKLFEGQLTNEIKCLTCEKTTNRAESFMDLSLDIEQNSSVTSCLRQFSASEMLCHKDKFYCD
ECCGLQEAEKRMKIQVLPNILSLHLKRFKYQEALQKYVKLSYRVSFPLELRLFNTVDDMEDPDRIYDLNAFVVHIGSGPH
HGHYIAVVKHQDRWLLFDDETVETIEESDIHKYFGDSAQLGSGYVLFYQARDLDMATIAPLQWAQQQLQQSASAVTPTAL
KHNFNGLGGPDLDQFGGLLPHTQQQELIHQQLAASGRQQPPHSQPQGSSAGFGSLFNSHPGPGPNSGGPKSPTQIQDPSL
LNGQRIASGSYVYTDGFAAVAPASTPGYHPNGSGKVSDPSPPSPYSMPSVLSNGSSPNGHRNGVSNGYGNGASQHISSKS
SSGASTVHTDPTKLKRAQSTPKIILASAAKTFGASGGKSFMGSLRGNNGS*                             
>Pbla_Phybl2_129255                                                             
MGPPFSIASNDLLSRPNQGSIPGTSLSSNNPSTTGFGQWNNKKPAVNYTKGVCGLGNLGNTCFMNSAIQCLSNTPQLTEW
FLAGKYKKDLNCDNPLGMKGEVAEAYGALVDKLWSGMFPSVMPREFKHTIGRFNPTFTGYMQHDSQELLAFLLDGLHEDL
NRILKKPYVELPDFDNMSDNEIAECSWKYHKARNDSIIVDLFQGQFKSRLVCNECDKVSVTFDPFMYLSLPLPIEKKTKM
KLVYVPYDPSERPQRLVVTLNKDASISHLRVEVAKLVNVEDPSTFLVVEIFSQKVYKIFAHYEPVTGISHSDVIYVYQLP
GPIPSPPKLKPSSINSFKLQSLGTIRSLENGANTESVDGLKGLESLKSIAGQESVHSLEILENQKNLLKEAAVSDSPASQ
KSVTDAMSKCSTINSPPKPTLPVIRQGEGILIEWKLNKAQQIFGSTRTGESGVNADAWKDIEEREDPNIVHEKKATKTVT
LGDCLDEFTKRELLGEEDLWYCPNCKKHQRATKKFDLWRMPDIMVVHLKRFNHSRTLRDKIDALIDFPTEGLDLTDRVLD
LDANQVGPNERLLYDLYAVDNHFGGLGGGHYTAYAQNEKDHLWYNFDDSHASKVQVGQVKTSAAYLLFYKRRRNKPEEAP
ELATSEKVKDAAIEVVKSADKEIANKNTVEQTTPPSGAQSEIVDKTLSPVKENQVPKESVQLDQDEKQNMKNEHLEDLSN
SNLDSTQKASGTIITSEIK*                                                            
>Pbla_Phybl2_129602                                                             
MNSIIQCLSGTIPLARYFISGTYKNHINGKNPLGTGGVLAKSFAELLSVMWNDNYNFISPVTFRKSLIKFAPQFSGTEQQ
DSQEFLNFLLDGLHEDVNTVIRRPSPTLESPEEEAAFEKLPDWKASGIAWEKYLARNASLIVTLFQGQYRSRLRCLSCNT
TSTTYNTFMSLSLPIPAKRSGPPSVSLFQCLDYFVKEEVLEKDNAWNCPTCKKRRRATKSLTLSRLPDVLLIHLKRFSFD
GPFRDKLETMITYPLKGLDLSGYVPSTMTDPSQERPSFNYDLYAVSNHYGSLTGGHYTACVRNKYRDQWHNFDDTRFSVC
DEDKVMSRAAYNLFYVRSTVR*                                                          
>Pbla_Phybl2_139168                                                             
MATTAKHQDKASRLLKGANGVQKNNVESLLSRAIKFRKSRYVDDKLEMFKRKYAPINSTTGVVHKADFSYADQKNSDNVV
GGVDANGFDQPGKSLFNKDNLELGWKEIRPVGSGLIDLGKVSALNSVLQILTYTPILANYLLSRKHSANCTVQDYCFVCA
LEKHVRQCLGPGDDLVSSREFIGKLKKMNNGSSDDSSSIWNYFMEQMQSFFLLEKGSTDKRTQETTALYQMFGGYLQNNI
KCGECGKTENKYDATLYFDLDISQNNTVDRCVSRMMKETTSKINCTSCDKDCTGQVKRSLYRTPSVLAIHLDRFDKSTED
GQKNGKAVKFEDTLDIERNVTESERGSVKTKYNLYGVIVHEGPSRISGKFVAYVKSSNGIWYCMNNESVQQVSTKRLFAQ
QAYMLFYTHPAERSKSRVVNTPVPASAANAFGEGELVKEPVVEEEEEPVHITEEEEERQKLQEAIEAAASKPKLENTEAI
VVQHNDNLQSKREKLDALIERENAIGKSDTVKQELIVSSSNSQFFEDVSRWDEDLGAAVTEEGRKKALRAVKSKRKKTDL
YDMDYDRGKVKKVKNKQMDKFGKPNMFQAAAEEVQKGKKKKRP*                                    
>Pbla_Phybl2_106408                                                             
PQCTTCQDPMSRLHVCLHCVYMGCWRKGHMLDHLKEKKHMLAMDFTHRTLYCYGCADYVYDLELEDVIVRQEMIRYESSK
KRSRVMYTSWEPTEQEASELVQKSLLISCQGIRGLCNMGNTCFMNVILQSLVHNPLLKAYFLSDRHNPKYCDNKYCMCCE
MNNLFKQASNYLFCFIYSSEKGPYGPCSFLMSMWMSLKELAGYAQQDAHEFFISALNNIHAGCEGNTMVSCNCIIHKTFA
GVLQSNVTCLGCGNVTTTYDPMLDISLGLRPVERKKKQGNTLMDCLDRYTQPEKLGNNEYSCSKCGNTFQEATKQLSVKR
MPPVLSFQLKRFEHGGAATKIETKVRFPVELDMTPYTTDGKKDQSSINTANMYTLFAVVNHQGKLDTGHYTMFAKHRGEW
FKFDDHSVTLAYQKDVLDSKAYMCFYIKESLEYEDSHRNND*                                      
>Pbla_Phybl2_130323                                                             
MDNQQNPMNELLPPYDMDRPMPDADQAPSEISVLDHYEIIARNEMNPVEEEIIELQCQHWDINNWSSLEDRVHGPTFEAG
GHQWNVLLFPKGNNQNEFASLYVEMTDAKTVPDNYCCAQFVVCLTKPSDPFQYIHHAAQHRFNSEESDWGFTRFIELKQL
YSLDEQGNPRFLEDDNVRITTILRVIKDPTGVLWHNFNNYDSKKMTGYVGLKNQGATCYMNSLFQSLYCTNLFRKAVYQI
PTENDEPTKSVALALQRVFYNLQFSDVPVGTTEMTKSFGWDSLEAFMQHDVQEFNRVLQDNLEAKMKNTPADGAIKRLFV
GTMKSYIKCINVSYESSRTEDFYDIQLNVKGCKNLEESFKDYIAEEVLEGDNKYMAEGHGLQDAKKGVIFESFPPVLHLQ



LKRFEYDIMRDTMVKINDRHEFPLEIDLEPYLDPVADRSQPHKYVLHGVLVHSGDLSGGHYFAFVKPTKDGNWLKFDDDR
VVPTTLKEVLEENFGGDHVSGAMTNGRPSFRGFKRFTNAYMLVYVRESMIDEILANVVEKDIPSHLSQRLEQERQLQERK
AKEKEQQHFYMKAYLVTDNTFMANDGFDFVNLEERSMETSQLEVRRVLKDQKYGDFKRELSHSMGLPETHIRLWFLVNRQ
NRTIRPDAPVPEGEEDCTLEEIRQKHLANQPNLRLYVEKSLSPDNERALFPPAPSNTSANALIFIKLFDPELQKIRGIGR
LYINKADKVGSIMEQVNEIAGYEFGTPLVFYEEIKTTMIEEMDLNLTFTKAEIQDGDIIAVQRNLSDAEIEQLKEAGMYD
NVPDFMDYQLHKLDVVFSPKDGNPETEFELSLHKNMRYDEVAAKVGAKIGADPEKIRFLACGPSGDLKPIRRTPTSLLAD
MQNMTYNQNVARFKLTYEVLDISLTEFESKRMVKITLCTPTLRDINVVELLLPKQGKIADLLKALDAKGAKFESAKGTRR
TRIFEALGNKFNREFLPTDSISQLSASNYAQLYAEEIPEEEMLMGDDDIFIRVFHFQRDISRAHSVPFKFLVKKDEPFEE
TKKRLQARTGLNDKDWSKVKFNIVSSYSAVPIEEGDDFKLSNHLFTQEESLGLEHMDKTPRSARMGAERALSIRG*    
>Pbla_Phybl2_140167                                                             
MPANEALTTPSPPTSPCDGTDSSVSTTPELNQTIPKSNPEDGRETKCSVLNHDAILSQILPSTNEFETKYTHVFHWNITD
WRSLEPKSHSPVFHAGEFPWRILLFPKGNSQHDFTSVYLEVADPAANNLTPGWHVCAQFSLIISNPNDPTVYYHSNANHR
FSAEEVDWGFTRFYDIKFLAKALNGKGPFVVNNQTTITVLLRIVNDPTGVLWHSFVNYDSRKETGYVGIKNQGATCYMNS
LLQSLYCTNAFRKAVYQIPTENEEPTKSVALALQRCFYNLQNSNTPIGTTELTKSFGWDSLEAFMQHDVQEFNRVLQNNM
EIKMKGTPADGAISNLFVGKMKSYIKCINVDYESSRVEDYYDIQLNVKGCKTLHDSFKDYVTVETLEGENKYMAEGHGLQ
DAHKGVVFESFPPVLHLQLKRFEYDFMRDTMVKINDRHEFPEEINLDEFCSISNPDEPFDYVLHGVLVHSGDLHAGHYFA
LIKPEKDGKWLKFDDDRVIPVTKKEVFDENFGEEAPKEIETLHYPSTPMRVNSTKLIKRFTNAYMLVYIRKNKLDEILAP
VLEDDIPRHLKRRLSEEQAALEKRKKDREDMLLFTKVAVVTDSTFLTRQEFDLAAFDDRVFKTVGGVEVFKVPKNEKILT
FKQQLAEHFKLDLDKIRLWSILFRSNKTVRVDQALSSTEERMTIEKLRETTCFNKQMGGFAKIYLETTDQHYPKLPTIKA
DTSIVFIKYFDIWEQKMRGLGHIFVKADEKVGEIIPSLIERAGLPKESAITLYEEIKPTMVEYIAVKQTFKQAEIQHGDI
ICFQMTVSDTEAKNIQARGECATVREYFSKIYHRTMVQFKPKVDKRGQEVNLIMDRRSTYTYVTRELAKAISADASRIRF
TTASQGTGLPKDVLPYSPQLSLEAIAPMMLSATEYAHSVSLESLPVPTVYYEILDVSVADMETKKSVNIVLLGPTLRDES
PITVLVPRNSTIKSLSEAMYQKSKTEKKDVGNLRVYEAVDGAITKEFSMDQPVGEITEKGSVLYAEQIPEDERTMDMDSD
RLIQVVHYHKSPTALHGVPFRFVGELFSDTKKRLQKRIGMSDKEWQKVKVTLIRDLKTPGYTMENIDKDDIVLRTSKFGD
EDALGLDHIDKSSKSSRFGVPFERGIFIRG*                                                 
>Pbla_Phybl2_18578                                                              
MESTWSEVQHTCDIGLNKVSPVSALCWDPYHELLWVGNDSGRVASYYGKGLQRYTSFKAHKDQQIRQIRVTDRGIISLSP
KSIQMRDRRGMVKWNISNEHTRDLHCMMATTLISGELLVAGQQDDMLVVSMARGTVTRTVPGASNIVVMRNLPRAICCGS
LLGEVTLRDTRTMKVEQRVQAHTATLSDMDVSGNLLLTCGFSQRQGSLIMDPLVKVYDIRMAVRSLAPIPFPSGPMFLKM
HPTLSTTCLVASQTGQFQMCDVSNLTMGSYAPPAQFYQIQTSSYITAMDISSSGQALVFGDGASFVYEYADREEFEINPY
SLPLSTPDLVAPPNVVMTEESPLSSIGMPYYTEPLLSVWPSNTVYEVGHPAPQIDEEVLRNMKMIDFVGHAPNPGNMLRN
QVARKKKHAHKRDVPKFRSEQERELLLANTHSGRRSSSTGDLRKADPLGLIMPQHYRRVEIQYSKFGVDDFDFGYYNQTV
YGGLETHIRNSYCNSLLQMLYFTVPLRKIAKSHIGTPCPKENCLLCELGFLFRMLDDANGQNCQATNFLRAFSTIPQAAA
LGLFEPETPDRNISYSTLMQNFTRFIMEQLHQESNASNENPLISKILNLDNDTLSQSKCGSCNHEISRITYPFVVDMLYP
KKREQKSRKRSFTSVLKASMYRENQTKAWCPSCHQYQPTTTKKIIRGLPGVLLINSGASNSDEAAIWRQNGPNSPKNSLS
SPQIEGQERKEIPIEFKGAPDTCAIYELSSTILQIKADEELPHLVAQIKIPTDELEEHSKTPWYLFNDFLVKSIRHDEVL
SLKGTWKTPSVLQYTRIDLDSLLDLEKLPSEVDYSLLFKDLSIAKQPVVEPRHEILTPEEMPKPGTIVAIDAEFVALNQE
ETEIRSDGTKSLIRPSTLTLARVSVLRGDGEKENVPFIDDYIATSEPVVDYLTEFSGIEAGDLDPKTSRYTLVPLKVAYK
KLRMLVDLGCIFVGHGLNKDFRIINLLVPPEQIIDTVDIYHIRNRQRKISLRFLAWHLLHQDIQSESHDSIEDARTALVL
YKKYLEYRENGTFGQVLEDVYEAGHRANWLKGPKDALSRIPTTPQIESVLAPNQIFTVAGWP*                 
>Pbla_Phybl2_122719                                                             
MNSAIQCLSNTPQLTKWFLSGKYKNELNRDNPLGMHGEVAEAYGELVEKIWSGMGSSTAPRDFKATIGRFNPTFTGYQQH
DTQELLAFLLDGLHEDLNRILKKPYIELPDFKDMSDQEIAQCNWNYHKARNDSIIVDIFQGQFKSRLTCNACNKVSVTFD
PYMYLSLPIPVEKKKLTLNSCLDEFTKEEELSEEDLWYCPQCKAHQRATKKFDLWRLPEIMVIHLKRFSQTRTWRDKIDE
LIDFPTEGLDLTERVLGVEASKTVAAEDRLIYDLYAVDNHFGGMGGGHYTAYAQNCIDEEWYYFDDSHVTKVDVNEAKTN
AAYLLFYKRRRQVNNLGQDKDEEKEVEEEEEKAEEKEVEKEKDTLKEALVL*                            
>Pbla_Phybl2_185967                                                             
MQLTIDIIQSFLFDLPWVSQFFLAIIGVLMVAFSLAHTFAFNNVGFCASLVDTFLIIKKCPPDLGFHILWPHVSNSVGRL
AVDYGSLIFMRDSAIWSGYLLSSLAGMRNNMDSSQTRVNFSDKSSTSASIGSLGAEKSSLFLPFDENDICLLAKHDDGMP
TQPLVAGLANIGNSCFLNSVLQALSSLTRLQSHLDRMSRMPYGKPLPVTRSLLKTLRLLTRPIHKSLVLKPTEIISALES
KSLLNREQQDAEELFQLVSSQIDHERRLVEATGRTGGGLKDILNNSFWKPAVAGKSIFSAKRSLTSTGNGCSAKIENPFT
GLLASRLSCMQCGYTEAVRHFSFNNLQLNLPETCSTTLESCLEQFTAMEYLSDASCRKCSLINAMQEMSVEAEALSQKLV
TIADDTVATEQIQAHVYELDKACRTLESRLNANIVDDVQEVVPAGLNVPRTVSRASSKQVMIAKPPKILCLHINRSSFHP
SGMIVKNPCQVKFPEYLTLSPYSTTNTLNTQPQLPISTHNSIVNQNEDFFSGVGVGAGAGAGAGSSTSADSNATPGPRYR
LMSIIVHYGSHNSGHFIAHKRQISPVKCNCSRCVATATATTVTATATTTSTNTTAIGSGISSRSFEPCFEAQDRWYKVSD
ESVEPTTLQNVLQANPYMLLYEEIEENDVDTETNSQTIVAESSFAAATTGKAAVVAATTSDIDIDVDIDTAEPFRPNKQQ
DSIKAAVSSSSPSASWPELYNSNNSSSNKNNNDQTSELASLEALRIANTLLSDDQQQQPGPKDQRQLKRPSMPSLQWNHH
RAKAMVH*                                                                        
>Pbla_Phybl2_144924                                                             
MYDSLEPTIGIPPILKPSLSSSDEEVSDKKKSHKKRLKIWRFFSHYHHKKHPNKDTKQATCLLDEHIAKITTLNEYAKEH
LAVNLEEEAFQSLLEANEWDMKKAIVDLEDYQEAAHGILRPLPKSETQLLGSENDKNTSCYIDSLLFAMYANMTTFDPLL
TYDTTSDVVEKQKLQALLRLFVNTLRKGHLVKGDSVQWLRKVLQDCAWHGQNKDGVWTQEDASEFFMFLTETFDLPFIPF



QIRLFHGANKDSDDDRVMTDRLLMLSLPDSDGRNKSVQLESVLINHFYNSMVTGVKRQIDYSAYAISPQSTSNYLMDDVP
EEKKLKEKIRKDKERQNKEAKDHQEEVDVTAWQVLELLPFYSATNEQGTSIKTQAENSFPDSNMILPIVLKRYKYDKFGG
CTKLHTQVEIPATVPFNEFVNQNADAPVCPTCNKQIEFVMRLRSAVCHIGSSPNSGHYIGFVRLGIEDESDWLKLDDMDV
NQRVRTIKGKNSAEVFRELSKNSYILFYELDKTCGHPVDASIAAHTRLRDEKKALAEKEYFEQISPIDGNATNHHHHSHN
SQYSNQKIKEQRNPACNLM*                                                            
>Pbla_Phybl2_133421                                                             
MKRWKFSSRSLNTEINIYIYICVCVCVSFTVFQGRQEDAEEFLCFLLDGLHEEMVAVLKDQNDKRSQEAAANGTQDVWLE
VGPKNKTSSLRSPGFQESPISKIFGGKIRSVLRCPGAKDSVNLEPYQSLPLDIQPSNVNTIQDAIRNMTLPETMHDYMSP
KGVCVDATKQIYLENIPPVLILHMKRFVFDNVGGVQKLQKQVTYGTTLTIEPEWMAQGSKSSGPVSYQLFGVVYHHGVSA
GGGHYTCDIKRRNGEWLHIDDTTITPISEQQVLVTENTRTESIHTDQTAYILFYMRV*                      
>Pbla_Phybl2_65157                                                              
MEPTLGWLQPLLNDVTFFVQLVFAIIGLLAIIKPVIQTSPLYNDIVYTIYGSFQSALQACFKMLGIQKLIEMTRPDAYYN
DLARLDIDYTWQAMQFDKQDALMCVKPANGAEDTSAVVSGLVNTGNSCFLNSVLQALSSLPTLHAYLTQRSQSAVACIPL
PVTRALLKTMRKLSKPLYWRSSFRPAEIVATMPSNRRVINREQQDAHEVFQLLSSAIEAETQKMEQCEIGGLQHVLAETL
YPNTVNTKLFPTTSKPLKCPSVIKEITHSDNPLSGLLANRLSCMHCGYTEAIRHFPFNNIQLNLPNAYTTTLHECLQQFT
SMEFLKDVTCRKCTLVSTVQAISLDIKQILEKKNLNEQSKNKPEITKHLPKLESIRFEIKTRLSQRRIEEEAEDVELWGK
SSDKVPILRATRRLSSKQVMIAKPPTILCLHISRSAFHESGALYKNLCQLSFPEYLNLAPYCTNGTLNTTPNVPISIFSS
ENDTCKYRLMSVVVHYGNHSYGHFVTYKRRLVSNTCRCDECGAREEKWEGKDQWYRVSDTKVDVCSLDTVLQANPYMLLY
EKVEEKSHQHQITVPAKPKQTVDKQQKLLDTPMMYYGATTSDAALEALRISNALLMNDKQSTLNNHSKESPNWMKNPSIA
HLMTF*                                                                          
>Pbla_Phybl2_100445                                                             
WKISRRIGPGLLNGMNTCFLNSVLQCLTYTPPLAQYLLTKSHRSTCKITSFCALCAMEVHINRCLCDPKSLVKGAAIHPK
YFTSSLKALSKTMRLGEQEDANEFLMFLFAAFQKSSTYGLGKLDPKVEESTMIHQIFGGRMQSQLRCYNCKATSSNFEAF
LDLSIDLHKADTIEQALQNFIKVDIIGGGKDSENKYMCSSCKQRVTAGKQMTLCELPMMLNIHLKRFTFDMQRGYMRKVT
TDVKYPEVLDMAPYVSKEKHCQKAIYRLYAVLVHFGGGCSSGHYYAYVKSPEGKWYRMDDE                   
>Pbla_Phybl2_75255                                                              
MACPHIKNTSFKVPSAYTQVHKEECTQCFESQDGLGGIDVCLTCFNGGCAETEQCHAKTHYNTSHHPLAVNIRRRIVSEK
PKRTEDESPPPQKISKLAIVPDSETIKYEFFTKVRCRACPGVEVSKDTTPELNAIVEAILATLSSAKQSEVKAWEEEIYP
CEHTLCLTQDSPKKLETQDLAHCTECDLKENLWLCLTCGTLHCGRKHYDGSGGNNHGIEHFEKTWHVVSCKLGTITPEGT
ADIYCYKCNDAKLDNELAVHLANWGINISQQLKTEKNMTELQLEQNMKFDFSMTTEDGKQLEPKFGPGYTGLKNLGNSCY
MASIIQAVFDINTFQDRYFIQLQDHASVCQNDPANCWDCQLHKLADGLLSGNYSLPIPSTTDNDTLSQEGIAPGMFKTLF
GKGHEEFASMRQQDAYEFFQLFCKTVSQKEHTNKDQDPTQTFEFSLEQRLQCGKCRKIRYQVDPSSSLSINVPAKRIGEE
DSKTLYEPVGFYECLDNFVQEDTVEGYNCPHCKEKTTAFKSVKFNTFPDVLVIHARRFAFVDWVPRKLDVKITFPKEPIN
LDKYLGTGQQPGEDVLPEDEVLAEAPSFDQSAVEQLMGMGFPEIRCQKALINTGNNGAEVAMNWLFEHMDDPDIDAPLAT
APPSSGPTDDQITTLCDMGFTPAQAKKALRETNNSTERALDWLFNHPGDLGEAGSSDPSSGPSIPGDATPPFDYRVKSFV
SHKGTSVHCGHYVAHVRKEGEWVLFNDNKVAIAPNPPIGEAYVYFLQRFHSGKSYTE*                      
>Pbla_Phybl2_187881                                                             
MPIINVNVKWTGKKFENIELDTDESPELFKSQIYSQTGVPPERQKIMVKGGMLKDTTDLNALGLKNGHTFMMMGTAGELA
KAPAKPTQFLEDMTDAQVAEALEIPAGLENLGNTCYMNATLQCLRVIPELQTSLNKYQGGVSGVDNRGNLTASLRDLFKD
LTKASDGFPPLVFWQMLCQAFPQFSQTGPGGAPMQQDAEECWSEMVSILKAKLPADQETGRNFIEQRMTGEMRTELRCPE
APEENTVSTESFTKLSCHISITTNYMVNGILESLKEEIEKTSPTLNRTAKYERVSRVSRLPQYLPIQFIRFFWKPSERVR
AKILRKVKYPLEFDASELCTPELQGKFSKAKLKLKDLEEKNVAKKRDEKRRKIDIDVSGGAESSAAAAAAAAVASSSSSS
ASGSSSAAAVPAAEEKIDWSEYIDPELLKDVGCNPTGQYELCAVLTHVGRSADSGHYIAWVKKAEDEWFKFDDEKVSMVR
DADIQKLDGGGDWHTAYIVLYRAKQLE*                                                    
>Pbla_Phybl2_115595                                                             
EGERYFGLENVSTICFYSNSVVQALYYCKPFREYKDQNNLNLSPGMEDTLFAALKNLFWTISTHKKKTGIVAPVNFINKV
KKENELFRSSMHQDAHEFLNYILNTIADDVQKYQRNVAKDAGREKEEKDRQENRRGNILIHSLAENSDHSSNTQSTWVHQ
LFEGVFSNETKCLMCETVTSRDESFMDLSIDVEINSSVTSCLRQFSASETLCHKNKYFCDVCCGLQEAERRMKIKKLPNI
LALHLKRFKYQELLQKYIKLTYRVVFPFELRLFNTCDETEDADRMYELWAVVVHIGSGPHHGHYVTLVKSNGRWMLFDDD
IVSVITVDAYLRGR*                                                                 
>Pbla_Phybl2_116927                                                             
MEPNSKRQRLEQDPETFEPLKEKVEPSRDLYLDTINRHMLDFDFEKVCSVSLSHLNVYACLVCGKYYQGRGKTSHAYFHS
MHKDHHVFINLHTLKVYVLPEGYEVDDPSLSDIKYVLKPVLTKSQVMQLDKNLKPSYDLNNKKYLPGFVGLNNVKANDYV
NVIIQALVHIPPLRDYFILEDFDKLGRSQLVTRFGALVRKMWNPKAFKGQVSPHELLQEISNASGKRFKLTEQSNAIDFL
SWFLNTLHRDLGGSKKKNSSIIHRIFQGEVSVDSQSIGATGGPGNKEALLIFDEDREIKSVRLPFLFLALDLPLAPLYQD
ETEKNIIPQVPLTTILGKYDGKRVQEVADQKKRYHITLLPDYLIFHIKRFNKNNWTTEKNPTIVNFPIKNVDMANCNDPD
AKNVGTHYDLLANICHEGKADNGQGTYKVHVRHRGTEQWYQIQDLIVEEIVPQMIFLSESYIQIWERKRSVEEPVSK*  
>Pbla_Phybl2_183194                                                             
MSDGPPIPPRAKLVVGDLLPPDAFTPAALLEWLLHYTTTSNHQHNFTLLYNPEVDLHSKTYVCMTCHYGIELLAETPRFC
TANQYQTHHYHYKTDHYQCCGCSYTIQATFNPPLVSLDLLGRLAATRPNYQTLADRISQPDKILPTLETTFTAALQFTKD
LIKGSRRDINSRNVNLEIKLGVDPASIELLNLLGFELKDSFFIAPSEAYVTVNKDRLLRIQHELALFLESCRSPTNNTAL
DISSANPLIAEWVGVNEILEPTTGRQVETFRLFGTIPTAKDDLVIWLYQMVLKEHPNDSAMYLDCLIDAANLSRSNLLLT



EVALERSRGKVGYKEIREACENFDIKQDVAVDDRLLTELYRIKVSDEPHNKNKHRDHLKVIAIARRSEALYDFLKDEVPD
MPKLIHQDGTATQDWNTNSEEIPVGLNNIGNTCYFNSLLQYYFTLLPLRKTVLNIDSYVENEDDPNWVPKKIGGITVDQH
EVRRAKKFVYLLRSLFINLQNTSQRAISPEYDLAYMALLNEKDVEEAAAEAAAEAVASVSASAVEASSTPIESLQTIDQQ
NVAGPSNSQHSPPLVDLSDPRTDSSFPNTDMSPQEENTTTTTGTGSKQNLGPLFKAKKDVDNFEPAAKVEVTSAAKFEDI
TGRDNNAEQTTKSIPVSEANVFNSIPKHTIAADALEAPRTKPAFSDTRSVTTTSLVKIDEDTISGSMSHIEQVVNKDQPV
PVGVPYPEAEPADNTAPALVPDSALAPNQGSGTKPFQSSDSLNESQILSQPNRVGVDTLLEGYTEPGLEATPMDVIDEAY
PIEKIDTSLPEFDMPPAYEDLVGTPAPQNNKVPPPITAKRPPPNPATMMFGKQQDVTECMDNVTYLIEAALKPVETQDGE
QVRDMVRDLFYGKARQILTYQDTQTSQNIKKIKEEEFSHLIVDAAQGKDLYDGLDEYFFADQVENFQGGREATREVTVST
FPPVLQIIVQRVQFDRATANVYKSNAFIQFEKIIYLDRYADRNFDSLAEKRAEVTNWRKEEEIHKAKIDELINNKANMLE
ATANILEIQMAQQPQNAEQHEAAIQFLLKEAREARETIQESTCAIEVLRSKIKNQYSSLTKDAYRIHAVFIHQGQANYGH
YWVYMYDKPTDQWWKYNDSHVTKVEEAELFRDTSGSTANPYFLVYVREEDSDALVETVAKKEIPHVLSAA*         
>Pbla_Phybl2_79336                                                              
MASSSNYHLSAIAAVTSIALAASGYALSTSISDSKRRRRRIATKIMKERDGKYIQGLINTGNSCFVNAVLQALATLTCLR
SYLAERVDDPAEEPGDAPVTRNEAILRSVAYALYTTVEMLNRPLARPRSALPTDIIEALERKTKGTINRDQQDAHELFQI
ITSALTAEEEDQYNPRATSLFDPTALRQMTLETEALTNNAMENFETSSMSSIGTMGSMWSSFSVSTVGGHLHPRSRRPRN
PFTGLAASKISCMKCSYTAPIRHHTFDNISLTVPQTSSCTLENCLDTYTKVDTLTDFQCRKCVLISTAEALSRELDLQRS
QVENGTGSPERIKRLELDIHRLKDAIHFNVEASLKGISLQPPAEMANTTKQTMFANPPKALCLHLSRSVYHPSGNIQKNH
CNVKFSEFLNLSPYTTNGFLNTGDPSAALSSHNVSGGSSARLMPSPSRTSRTSLVYLRNMAGGQRFVHGRDGLNVALKSK
DEDDQRIIRNALPSMTLPSLRGIQYRLSAVVVHYGGHDSGHFITYRRKKLPTGLDIRSPLETNDSRPPTKFWRCSDQTIE
EVDINVVLESEAYMLFYERDV*                                                          
>Pbla_Phybl2_151177                                                             
MSTEDYSEAIYQLMDLGITQKQAHKALTRYNFDVARAADYIFSGNADDEEIPVNTTTTASNSQQEPKDWPIWNQEDTAIV
QDTHSMDSTRGSAGSTQVLQDSEYEEEPIRPESNKPDQWSVVPFVGPPATPILSSDTAYTPSALTSPLGLCPPSHHFTYA
PALFQALFHVPLFRKAILAFRPVPIQWGTPLNYWKGFGDAVSPFTYCSQDPMSDADESDKKKHLQNSQELNTSEEGQSNY
DQSQEEREGGINGSGGNSNDDCDDGWPDLNNPDLKSTLEKDIQSMPLSLRVLAEIQKLFAFLSLSKRRYGNVSPVIRALS
ARMASPHWEFSDKNIDGFLDMLIGCLVETDGLSEKSNESTPSFRDFHECLDPLVYESESTKDDDELSSNSSIAPIKITKE
KNTDLDVGNDNAEIEAKDIVEAETEAEAETEAQNEAKTETEITTVSDTTGDQINIKLNTSYKDDNDIDDGQVKCKVTTFE
QIPPILIVTLEDRTEETESSDQSDSEESFRLDHTIYLDRYLTANKSHSKEKYQQAEKLRATIAQNKLKKRQLTEITIDNF
NKFHTTTILEDTLKYLQAKKDQSHIPTTATDTSNTTASNTHSTYNHNNVNDNDHNSTNTADTTKVSKVIENLKATESAII
SAGEFIKKELKDLEANEKELGRKLESLFDENEMKRCRYDLYCTVYNDGQEGKGHTWAYIRVNHTQSEGHWFRFRDASVEP
VTAERVERETMTPLMLFYMASTSTANNDNDYDNVSKQEQDQELEHVKEEEKERDCITASDCLSVIPKDLVAFVQEDNAQF
EEEIYSISDWQTLERLPISCASTSEGSLVFDDGDSVGTAVGFTPTNRIDDGNNNNNNNNSSSSSSNANSDDDNGEDGNGN
GNNNCHIPLSPNSYDELCERRENLVRIANQSTEVDLLQQQDALDHFIDLYWRNPNGPVEEKKARRDDELGWVFAEFDSFV
RIGKRVARGLMWFGQGDHRKALQTLVQAKREEEIWKTHLLVDTLGASYHGLETLGFGGPIEQFGKHSLKILNLAAYQKVK
HVSYRTRGLEDALWIAHQAHTVIGPERLGTDPVFGQLGEIWYSLTDEIENEQPSAGLTTVQAELLNSLMMAYLDGQTCLI
NDPEDEREKEEEKDGHTTDKEQAELPIWKMYEQGHRAATKVLIES*                                  
>Pbla_Phybl2_137306                                                             
MNSHGSALTVTAAPKSLGLDMPVMPSVMQAEPLDLLKKKGIFNEEVMVPRILPDTSGLQTVEFKVFHWPVENWKDAELKS
YSPSFIAGGFTWRILLYPKGNGQHDSLSLYLKVEESSANVPDWHVCAQFGLVISNPDDPTQFYSNQAQHRFCGEEVDWGF
TRFYEIKGLTRTHQGKGPFLINNRSHISVYLRVMKDETGVLWHNLIHYDSRKETGFVGIKNQGATCYMNSILQSLYCTNS
FRKAVYQISTETEDPTKSVALALQRCFYNLQSSNDPVGTTELTRSFGWDTLDAFMQHDVQEFNRVLQDNLEMKMKGTPAG
GTVRGLFVGKMKSYIKCLQVDYESSRVEDFYDIQLNVKGCKDLRESFKEYIAVETMQGDNKYMAEGHGLQDAQKGVFFES
FPPVLHLQLKRFEYDMKRDSMVKINDHHEFPESINLDAYCSKAGGDEAGPFDYTLYGVLVHSGDLDGGHYFALIKPEKNG
KWFRFDDDRVTPVTLKEVYQDNFGDEPLRSSNDPSTLDGKMRNGSAQSLKRFTNAYMLVYIRTSKVDEILAPVVDADIPV
HLNRQFREGREVEKNGKNREEVHDHVVGFIAKLKRSLGLNHKQSGTGGAGGAGGVGGIDIAKNNSITHTSNKKSHWGKR*
>Mcir_Mucci2_157613                                                             
MSSSSNYHLPTIAAVAGIALAASSYVLSTNSFETKKRKRRIRSKIQRERDGQYILGLVNSQNYCFVNSVLQAFATLATLR
SYLAERVDEQGDESAPVVPQNEFILQSVACALYATIEVLNRPLPKPRSITPTDFLRALERKSGGTINRDQQDAHELFQII
SSVLTSEEEIQYRENATSLLDAATLRGFAFGDNDPNGDNFETSSVSSFGTTASMWSSFSVCTVGGHLRPRRRSPRNPFTG
LAASKISCMNCGYTAPIRHHTFDNISLSAPQTSNCTIEDCLKTYTKVDFLNDFQCRKCTLVATLESMTQELNALEQNDER
ATTLNIDIGRIKDALQSNIEATLYGVPLVTPQATPRTTKQTMFANPPKSLCLHISRSIYHPSGMIQKNHCQVEFSEYLDL
APYTTNGYLNTTEPTASLSSPPPTPVLPHTRTSRTSLVYLRNMANGHRFTHHQQDGLGVALLNSNKEDRPIQNALPSLSV
VPVSRAIQYKLCAVIVHYGNHNSGHFVTYRRKKLPTGHEVRSPLSESKPRPPTKFWRCSDEVIEEVDLETVLKSEAYMLF
YERE*                                                                           
>Mcir_Mucci2_130059                                                             
LFDKSKLLSTWKINRKIGPGYVNGQNTCFLNSVLECLTYTPPLAQQMLREEHQKQCRMDGFCALCAMEVHVRRCLKDEKS
FSKGAAILPRYFTSNLRALSKTLRLGRQEDAHEFYMFMLSAFQKASIQGLGKLPPKVEETALVYQIFGGKLRSQLKCYSC
KATSNNYEACLDLSVDLTNKADSLERAFQNFIKVDVIGSDDPNNRYKCDHCKQMVKAGKQMTINELPMMLTVHLKRFAFD
MYRGCMSKITTYVDYPETLDMAPYTSQDKKIEKAEYSLYAVLVHYGYSCDSGHYYAYVKAPNGQWNRMDDEDVTPVSLKE
VLSQTAYMLFYQQSSVTTS                                                             
>Mcir_Mucci2_105118                                                             
MSNKNQQAEKVVKGGKSDAIAQKNTITNLLNRSIKFRKSRYVDQKFELFKKKFAPVNGVSGVVHATSAYDNISAGGGAEN



VADKVDANGFTRPSKVLFAKDKLNSGWNDIHPVGSGLKDLGQLSSLNAVLQVLTYTPALANYMMNRTHSANCTIQDYCFV
CAVEEHIRTALKGSPYALQPRVFVGKLKKMPHGSSNKDAFDVWNYFMEQMQSFLLSEKRSKDKLVQETTALYQIFGGYIQ
KKLECPSCNKFDNVYDSFLDLSLDLTQCSTVERCLTKHFKQQITASRECTSCQHEGEQKGTHSIYKSPMTLTLQLKRFNA
DADTTKINKFVKFEESMDIKRVITANETVNTKYNLYAAIVHTGQTINDGHYMAYVKSSNGIWYCMDNENVQVVSVKRLLE
EKPYMLFYNTPPPVAAKRPKASVDKAKSQQQQQEITVEAEIEDAPEEEQAEEEEIDEDVIMPQVDNREEEKELEAQRLKQ
AMEEVSTKEKVENTAAIVVDHNANMKTKREKLGALIEKESAQSKSAEVKGALLAKTPNNQFQDDISTWEDDVVAGAPNAD
KRNQVLKQIKPKRKRVDMYDLDYDRGKVKKVKNKQQDDKFSKPNMFQITADMKQSKKSKKHHK*                
>Mcir_Mucci2_186326                                                             
MDEPQAKRVRLSSPTESVTEAANDLYLDTIDRHMLDFDFEKVCSVSLSQINVYACLTCGKYYQGRGKSSHAYFHSMDKDH
HVFINLQTLKVYVLPDGYEVDNASLNDIKYVLNPILTKAQVHELDTTLKMSYDLNNKKYLPGFIGLNNVKANDYVNVVIQ
ALAHIPSIRDYFILEDFEKKGSSQLVCRFSALIRKMWNPKAFKGQVSPHELLQEISNASQKKFKLTEQSNAIDFLSWFLN
TLHKDLGGTRKKNSSIIYKKFQGEVKVESQDFGSAGAPTEKEALLLFDDDKEIKSTTSPFLFLALDLPPAPLYQDEKDKE
IVPQVPLTTILAKFDGHKVQEVANQMKRYSITRLPQFLIFHIKRFNKNSWTSEKNPTIVNFPIKNLDVSNFTTDPDAEKL
GDHYDLLANICHEGKPDAGKGTYKVHVRHRGTGQWYQIQDLIVEEIMPQMIFMSESYIQIWERKKNTKA*          
>Mcir_Mucci2_31403                                                              
WKIEDWTALENRSHGPIFEAAGYQWRVLLFPKGNSQHEMASIYLEVVMDTKKEGYNKDWSVCGQFAVVISNPDDPKHFFT
NHAHHRFCGEEIDWGFTRFHDIKALTSGKEPYINANNQTVISIFLRGERAIEALTGLRSYDSRKETGYVGIRNQGATCYM
NSLIQSLYFTNIFRKAVYKIPTEKEDPTNSVALALQRCFYNLQFSDESVGTTELTKSFGWDSLDAFMQHDVQEFSRVLQD
NLELKMKGTIVDGAVTNIFMGKMKSYIKCINVDYESSRIEDFYDIQLNVKGCKNLNDSFKKYVDTETMDGENKYMAEGHG
LQDACKGVSFESFPPVLHLQLKRFEYDMQRDTMVKINDHHVFPDQINLDEFCSTPSANPKDRNYVLHGVLVHSGDIDGGH
YFALLKPEKDGKWFRFDDDRVTPVTLREVFEDNYGDDPLREASENDDDPKFLTEDQIRCTNVRSLKRFTNAYMLVYFQQT
KLDEILSPIANEEIPKHLNRSLKDNAKALKDDVLNNLISSQQPQQTKSGSPPKQNHIRLKKAEKAVEKKCQIM*      
>Mcir_Mucci2_159504                                                             
MVCLHIENATLNLPSAFTQVHKDECTQCFDNQDGPEGIDVCLTCFNGGCLNKERHHALTHSQLTGHALAVNIRRITISNP
NKRNHDDAPPQKISKIAIVMENEEPTYEYVTKVRCYSCSTEESKEATPQLNAIVDAVMNSLSSAKQSEVKAWEEVITPCE
HTLCLVQEEPKQLQGQDLAHCADCELNQNLWLCLACGNLGCGRKQYDGSGGNNHAIDHFEKTGHGVNVKLGTITAEGTAD
IYCYSCDDARVDDNLATHLANWGINVSQQQKTEKSMTELQLEQNMKFDFSMTTEDGKQLEPRFGAGYTGLKNLGNSCYMA
SVLQSVFNIEQFQSRYNQQLADHALTCTTDAANCWHCQLHKLADGLLSGRYSQPSINDDGVQFQDSIAPGMFKALVGKNH
QEFSTMRQQDAFEFFQYLCKTIQQKEHTTKNDPTKAFDFMTEQRLQCGQCKKVRYQKDQTSCISVEVPARRKENTENEYE
PVDFTECLDTFVREETVDGYQCPSCNEKTTATRSVKFSTFPEILVLNPRRFAFINWVPQKLNIPIIFPEGPVQLDKYLSS
GQQPGEELLPEDSTEPSSSTSAEPSFNQNDIDQLKAMGFSENRCKRALLNTGHNGADIAMNWMFEHMEDPDIDDPLPATS
SNTASAGPSEDQISTLQEMGFSAQQAKKALHETNNDTERALDWLFSHPDDNGEMNEQTTTDSASAQAVGDATPPFNYKLD
SFVSHKGTSVHCGHYVSHVYKNGEWVLFNDNKVAVTPNPPIGEAYLYFLKRQ*                           
>Mcir_Mucci2_120070                                                             
YSNSVVQALYFCKPFRQCDQNNMNLAPGMEDTLFSSLKDLFWKISQNKKKNGVIAPVNFINKVKKENELFRSSMHQDAHE
FLNYTLNTIAEDVQKYQQKVADESGSKQGSINSTGQNPKNTWVHQLFEGVFSNETKCLSCETVTSRDECFMDLSIDVEMN
SSITSCLRQFSASETLCHKNKYFCDVCSGLQEAERRMKIKKLPNILALHLKRFKYQEQLQKYIKLTYRVVFPFELRLFNT
SDDTEDADRMYELWSIVVHIGSGPHHGHYVAIVKSNGQWMLFDDDVVTQIQEEDIQKYFSDLPGSGSGYVLFYQAVD   
>Mcir_Mucci2_139407                                                             
APLLQPRGLINNVNTCFMNVILQPLSHCAPFYNLIKTISNQVAHTIKSKTPLLDSIIEFINEFPCERLDHMEKYGEPFVP
EYVYNALREQKKFDTLRGRQEDSEEFLCFLLDGLHEEMTAVLKEQQDKKEAEAAAAAKAAGGDDWLEVGAKNKTSNLRST
GFQESPISKIFGGKVRSVLRCPGAKDSINLEPYQSLPLDIQPDNVHSIEDAIANMTLPETMHDYTSPKGIKVDATKQVYL
EGLPPVLILHMKRFVFDNVGGVQKLSKRVNYGAKLTIDPEWMVPASRPTEPITYQLFGCVYHHGTSAGGGHYTCDIKRRN
NEWLHIDDTTITSVSEQDVLVTEDNTRTSEKIHAGQTAYILFYVRSS*                                
>Mcir_Mucci2_78058                                                              
MTLLLKGLHFTITHISSIVQSCLLVIGSLLVLIPIYHFLTMTDKDTLKNFSQSCINQLGLEDIMLLPYSTTISSKEEPCH
QEPCSVSYPVAPVVTDEPNLPIDTQVCLLQESSSLMVAGLINIGNTCFLNSVLQSLSSLPKLQHYLDQVSSKHSASRLPV
TQSLLKTLRLLSQPSNNAFKPTDIVNVLGKHRNILNKEQQDAQEIYQLLVNELEAETDQLAKKQGGLKDLLSFGASKKTD
EIKSPLRGSITDRRSCTACGYTGPLRLENFTDIHLALPTDAASTTLDECLAQLTKVEEMEGVDCAKCSLVNRVEELATEI
KVLKQKGQRKSKEVQRKQSLKAEIERRLNIGDIEREGGDTAIKTMVRRSKSKQAMISKPPKVLCFHFVRSVYTNAGEAIK
NECQVVYPELLDLTPYCTNGSLKTEPHLPMSTPDHGYSVKYRLMSSVIHRGRHSYGHFVSCKRRLLAENCSCAGCGHDDT
TLKPHDSDWFIASDSDVGMMDAQDVLRSNPFMLFYELIEEASNEEEQEEEEVVPELIHTPIAEQQQQLPQQQQVNYWEES
ESDQDDLEELLSSNKPAAPPSSPIMDPFAAYTKKPSRNNVNSNHLKFNHHHSIPILTQ*                     
>Mcir_Mucci2_152274                                                             
MNSIVQCLSGTVPLARYLTSGVYRQHINKTNKKGTGGALVEAFAVLVRSMWSENYKFISPMTFRETIMRFSPLFRNNDQH
DSQEFLIFLLDGLHEDLNSSNKALPPPSMPDDAEFEKLPDWQASAISWDRCVATNSSIIVSLFQGQYRSRLICHTCKHTS
TTYNTFMSLSLPIPSKKLRLSSVTLYQCLDYFVKEETLDKEDAWRCPKCEKKRKATKQLTLTRLPDVLLIHLKRFSMDGH
FRNKLDATNHYGSISGGHYTACVRDGYSDKWHYFDDSKMYLVEESKVVTKAAYNLFYVRSKVK*                
>Mcir_Mucci2_108433                                                             
MEDAISQLQDLGVTRGQAKKALARYNNDVARAADFIFSGALLSDDEDDTNQGHESTMETDEQLAIRLSREEDEALQQAAL
NDNNTFKETITTPASPAVTVENEPVQLDKSASHLNYDSSNWSVVPFKEAETMPSNMHTTAATTTTTTTSSAQLMNESLLT
WWKDPEDPSERMALDDLPIGLRPPSYNFAYSPILVQALFHVTAFQETVLSFRPTPYAWGAPKNYWKGFGEPVPGYIMREV



VTKRQVTKPAIAPEAQSTTATTTPHPPPPPPPQHTSDVADENLISLDPPENKMAALTIHDENEDQDDKMIINDGDGDSGS
SINEETAESDLPPLIVESTPVEEETVEFVDHVENEVQLMPKCLEALAELQKLFAFLGNTSRLYGNVSHYVRALNTKLTSN
GWEFGDQTFEAFLDMMINGLVEADEQSDKASEMSFVPLFRSLFLLKARIEYGDDYDNEEVYYLTISLDKTMNSFYGCLDP
LVYESYDMDDSSADPTISDDEDEASYKFTTFKQIPPILLIVLENRTAPKKSSFEYTIDTTIYMDRYMLKKKEVSLAGFQE
MEACRKEIAKSRMEMEKLKGGGSGPAAIDKRDLLVQTLNYFENKEQDDEPSATDEELDTLKDMINSVKESIESRLHDLET
LIAEQREKMDTIFDTPTMKENPYELRATFHHDGKSGTGHYWAYIWVEPSEENLLEDIPTEGGWFKFCDAIVTAATEQEIM
DDPVPPFSLMYVNASLPKFSKEQLYACIPDELKDFVNKDNELLRQEIHNHDHPPPVLQGDGSLISTSDEDVVFTEKAGSV
QLDPSFADDDVSVGTAVGAAAEQHPLAATATTTADHTNGEPYNYSFNGQAFSKLKDRVTDKIWKVSSYPSDDSRFIKSFE
DFLARSQNQLILEHLYLLYSSEEPDSSNELVIDETKAREDKELQGIWQEYDAYLSIASMITQALSCFIKKDFASALQHLM
DSKRVEASWKTQMMLDMDTSTVYSGLETLTFNNIVEKYGKECLKILNNAAFTKASNPSYRTRGLEDALRIAHQAQTIIGP
DNITEDPVYQSLGSLWLSFTDHASTESDLSDRQVDLLNNLIMAYLEGQVGGSSVAHSRSQSPILDDSSDDEDGLEANYHQ
ALWQKYKQVCSESEQLLSTLEK*                                                         
>Mcir_Mucci2_152587                                                             
MDSSWSEVQHICDPNLNKVSPVSAVCWDPYHELLWVGNDSGRVCSYYGKGLQRYTSWKAHKDEQVRQIRVTDRGVISLSP
KSIQMRDRRGLVKWSISNEQTQDLHCMTSTTLTNGELLVAGQQDDMLVVSLARGAVTRKIANASNIVVLKSLPRSICAGS
LLGEVTLRDPRTMKVEQRVQAHTATLSDLDVSGNLLLTCGFSQRQGSLIMDPLVKVYDIRMAVRTLAPIPFPSGPMFLKM
HPTLSTTCLVASQTGQFQMCDVSSLIMGSYAAPAQFHQIQTSSYITAMDISSSAQTLVFADGASFVYQYADREDFDVNPY
SLPLTTPDIVQPLTTTMKEDSPLSTVGMPYYTDPLLSVWPNNKVYEVGAQPTPIDEEILKNMKTIDFVGYAPNPGNIHRN
QRPRKKKTITKKNGPKFRSEQERELLQASNVLVGDDEPQHSGRRSSSVGDVIVADPTVLNMPRYYQRVEIQYSKFGVDDF
DFGYYNSTQYGGLETHIRNSYCNSFLQVLFFIKPLRKIAKSHIKIACPKDNCLLCELGFLFRMLEDSKGQNCQATNFLRA
FSTIPQASALGLFEPETPNRNLSFSTLMQNFTRFIMEQIHQEANVPSANPLISKALVRDIAIHNKTSEELEVPSTMQQLF
GLQTLSQSKCGSCQEEVSRITYPFVVDMLYPKKNDRKSRKRSFTSILKASMYRENQTKAWCAHCHQYQPTTTKKIICGLP
GVMLINSGASNSEEALIWRQNGPNTPKSVAQETVNADSDQGSINEDGAANATTANTPSSWLPERFGIYLNGTELVIKALP
MGKEIPPEFKGPSETCAIYELSSTILQVQAEEEATHLVSQIKIPETSEADGAPSTPWYLFNDFLVRKIRSEEVFSFKGNW
KTPAVLQYTRVDLDTLLDLDVLPSQVDYSLLFEDLTVAQEPNPHPRHQVLTKDEMPKPGTLVAIDAEFVALQQEETEIRS
DGTKSLIRPSTLTLARVSVLRGNDGPKEQVPFIDDYIATSEPIVDYLTEFSGIVAGDLDRNQSKYTLVPLKVAYKKLRLL
VDLGCIFIGHGLNKDFRIINILVPPEQIIDTVDIYHIRNRQRKISLRFLAWHLLHQDIQSETHDSIEDARTALILYKKYL
EYKENGTFGQVLEEIYEAGHKANWLKGSKDPLSRVSSTPQMDALAGSSPLFTTGWPV*                      
>Mcir_Mucci2_162137                                                             
MPKLNVTIKWSGKKFENLELDTDESAELFKTQIYSQTGVPPERQKIMVKGGILKDDTDLNKLGLKDGHSFMMMGTAGELP
KPPPKPVQFLEDMTDAEVAEALDIPPGLENLGNTCYMNATLQCMRAMPELQTSLEKYQGGLNGVDNRGNLVASLRDLFVN
LNKVSDGFPPLVFWQMLRQSFPQFSQTGQGGVPMQQDAEECWSELVSVLKAKLPKDESEQNFIERYMTGQLQTETTCEEA
PEEDKVVSTDSFNKLSCHISISINYMINGILESLNEELEKTSPTLNRTAKYIRKSRVSRLPQYLPIQFVRFFWKPQEQVK
AKILRKVKFPLEFDATEICTPELQNKFTKAKLKIKQVEDKKIAKERDEKRRKMNNDISAASSSTAAASTTTGETDASKSD
PMDTDEAKVDWTEYLDPELIKDVGCNPTGQYELAAVLTHVGRSADSGHYIAWVKKGPNEWHKFDDDKVSVLQDADIERLD
GGGDWHTAYIVLYKAKKLD*                                                            
>Mcir_Mucci2_189359                                                             
MYIRPQEYYDNLAKRLNESELAKTSKVADICLASSIEADDDSSHVSGLVNTGNTCFMNSVLQALSSLPHLHNYLEHISHI
ATGVPLPVTRSLLKTIRSLTKPLYRRSSFRPVDIVTALSSNRRIISREQQDAQEFFQLVSSAMDTEGQKIAKTEQLGGGL
KGLLNQATLKGVIRPEWIQKASSPSANTQNKTAMMTANDHLENPFTGLLANRLSCMQCGYTGAIRHFSFNNIQLNVPNKY
TTTLEECLSQFTSMEYLQDASCRKCSFETTVKALTAEIESLKHQSKKLKNDAKKKREAVVQLVAMEKAKQELEHRLSVGR
IEEESDHDKLPLLRSVSRMSSKQVMLAKPPKILCLHISRSAFLNTGAIYKNTCQLLFPEYLDVSPFSTNGTLHTQPNIPI
STMNEKSAGKGFYYRLMSVVVHYGSHSFGHFVAFKRRIYADQCKCYQCTGNGSVSANEKAEHWKCQNSWYRISDSKVDEC
SIDDVKRSNPYMLLYELIGEGDVDLEAEEEDEEEWAEEDNDDGTEDTSLETDVSEQDNTTTNINTTYNNIPTDDAAQEAL
RIANALMMGDHK*                                                                   
>Mcir_Mucci2_153013                                                             
MNSALQCLSNTPQLTRYFLSEEYRQHINTSNALGLNGDLAEAYAKLLRDIWISSSYSSRRVVESISPGNFKSTFERFNPH
FVGYSQQDSQELLGFLLDGLHEDLNRVHHKPYIEIPDFDDHIKNEEIADMFWSYHKSRNDSIIVDLFQGQYKSRLVCGEC
KKVSITFDPFMYMSLPLPVDNNNTDSRVLTLSDCLDEFTGDEHLDDQDSWFCPRCKKHQRALKKMDIWKLPEIMVVHLKR
FSQFKHWGNKVNTMIDFPLKGLDMTDRVLGHQDESLIYDLYAVDNHYGGIGGGHYTAFAQNIDDGHWYEFNDSSVTAMSA
KDAKTSAAYLLFYKRRS*                                                              
>Mcir_Mucci2_91953                                                              
MSNNLQPPGSPLSPLSPPSPFQPAYSTDQKTIYDVLYSPDNPSEFYGPRQLVTSGACPHIVKLKQKLKEGDGNQENNIFE
NYRSLVQYSILWHKSRKIKYTSDGKRRKPLKELPLPQCSTCLDPLSRLHACLHCVYIGCWRKGHLKDHQKEKKHTFAMDF
DRHTLFCSECNDYIYDVEIDEKIVRSEIVSKSRKKKQRIQYSLWEPTNQDISAIVKNSAVNPCQGIRGLCNMGNTCFMNV
ILQSLVHNPLLKAYFLSDRHNPKNCQKQFCMCCEMDDLFAQFYSDDKKPYGPCRFLQSMWMSLKELAGYAQQDAHEFFIS
ALNNIHAGCKEQKLSHCECIIHKTFAGLLQSNVTCLRCRNVTTTCDPMLDISLGLRPVEKKKKQAPGSAAANSNSNSKLL
GGNTSNGVTDKNGRRFSADDAIRGKQGNTLLDCLDRYTQPEKLGPNEYSCSKCGNTFQEATKQLSIKRIPPVLSIQLKRF
EHGTTSTSKIETKIKFPAELDLTPYTSSKKKDADNVYTLFSVVNHQGKMDTGHYTMYAKHRNEWFRFDDHNVTVAYQKDV
LDSKAYMCFYIKKSLEYEATDPFHM*                                                      
>Mcir_Mucci2_82144                                                              
MDNIKEEKKKKAHRKRDRFWKLVFPHYNKANSNSRSKDMSSKEKRTAEQDTKITQLSNYAHNNFSVNLDHEVFASILESN



DWDSKKSMADLIDYEEASHGILVEPPNTMAKPLLGSENDGGTSCYIDALLFAMFISNTTFDPLLTYDIPSDQEEKVKLQT
LMRLFVNKLRKGHFVNADYVHWLRKVMKEARWSGQNEHGDWTQEDASELFMFITETFDLPYLPFQIRLFHGANKDTDDDR
VMTDRTLTLSIPDNASSDNNDAPARQEVKLQDILVDYFYNNVITGVRRQVDYDVEQDVSENVAASPSLQTMLDDRELSEK
DEKYTLKKLLKRANSKNGMRDEQAVTAWQVLELLPFYTASNEQGEAIETQVDSSFPDTHMILPIVLKRYRYNSSGGSVKM
KTHVEIPATIDFNRFVNQNVDDPMCPTCGHLINWTLHFKSAVCHKGDSPYSGHYISYARVMEENDQQDDDHDPTFYWLKL
DDMNASSRVTQIKDSNSSSVYQDLAENAYIIFYELDKTCHHRRGSMVLSSSSSANSESVEMKHDLKSTDSFSTYETDTEE
QHCNCDKKHGKGKSKTTTSTKPHHHHHHHHHHHRHYLKESCRLM*                                   
>Mcir_Mucci2_111138                                                             
MTSYMTTHPPRTPLGAVEYLETYSNRCKRHNYLNMVSDDGVTDDGLNFWNFCCTGCHVWLQVGTTNIQQCAPENTFGHCY
LHNNTGTHRQFRCRRCNYTVQYGHYEQVFPLEFLEEHDDVIRNEDTLLTLTQAIVEGDAGAVPAQIVQSDHFTRAFFKYL
GYQRSEDRNTYQTTVPGRYTTGFNEILLHNYSFEEIRRVYPDSVGLMTLDEIFVVDNELEVRMPEVDADTEQAVSILGVS
AGSNLDLVAMMYRRGMLEEEELYTGYRTQLTDALQSIYIRADNKQVLQQALCIGSSHVQENSEEISGAYAHFGLAPGASD
ELLMAKYAMVGLRPNAQDKRYLKQIADYRQSDILRKFLDTGSYKPKKRKMKKTQTARPAPSTVPGRSTVPSFPSQTTIPG
VPVHQHPLVSPRGLVNHGHTCYFNCVLQYLFRVYDFRQRSFNARNNQEYLHLFGDTFREMDRRETGPVNYDVVLATQSLV
PGAGTVNEAQDVAECLERVFDLAAAEIPQEQRDTFRDYYLILRLSAYRSGSLQDKITEALEGRQLIVVSPILNFSVDRVH
RHPVTNEWTVSEVVIPSPREINMNAYYVDDIRGQNLNYTLHAIFYHAGAHYWAYILDHTTNQWWLYNDRVVQPATEADAL
SCPNARALLYSYVQTEIIHQLVTPAIP*                                                    
>Mcir_Mucci2_82898                                                              
MSTEIPALPPRKMATATQIEKQAKTLLDCPCYSPMALLAHLETFSSDHKHVFKRLIAESDNLDQDSTTQEALAEAEDMDA
ASVRVESNTMSRYICQVCHVWLVVQHNKAQAETCPATDYLCHHYHSQSLGGYECCGCQYALATEVSEPVLSMTVVKRLEA
TRVKARSYAALMQNKGDQDPTLVSTYTTVLVYIRDLLNGVKRNINSVNPHFLSRIGLNEGSHALLEAVGFYFEDNYFMAP
EIEAGTPAEQRLKQLQQEIILSLDTLRQDLGSTVVPVTSAEANFKVKTADMQQLLGIVPSLETRYTANNEYVDKAYASFG
LTSGASDTLVSWAYKKVISEPSIIMDEYDAMDSLMAIANHTNSVVLQTLIACERSQGKIGRNDIGDAYAYFGVTADAADD
GLLMGLYKVKLSDEPLEKSTIQDKLKIIAIARNSTELVQFLKEEKGITSSANVQSVEDLMGVPAHMIHNQPSIPVGLNNI
GNTCYFNSLLQYYYTLLPFRNTMIHIEDYVEGENSEPKKIGGIEVDQSEIRRAKKFVGLLKELFLNLQQTNDRAISPQTD
LAYMALLNEKDDEDDTTTADAPQPESEDSDVKMETLTDLTSDASTAMVTDESLASFQAAMKASEAILDRVPDVSPLESVA
SLTEPDVTPMEEDVRSDSPPPAYQDIASSSSKPMEPEKKQAPISKPKQRPSVDTMMFGKQQDVTECMGNVMYLVEAALKP
LHKTEDGEQVDDMIRQTFYGKARQILSYRDNNTLQDVKKEMEEDFSHVIVDASESKDLYDGLDEYFFAEQVENFQGGHEA
TREVTVKSFPPILQILVQRVQFDRATANVYKSNANIQLEKTIYLDRYADSNFDALRERRKQVAEWRAELDKYKKQVATYS
TSDTCHIAIPDMLEATRQVLYDFSLEVATEEEKAKYTIALGVLQKEAQKTKRLVQEGNAKIHSLKEHIQKQYSDYTQLAY
NLHAVFIHQGQANYGHYWVYIYDHEGDQWWKYNDSLVTKVNESEILHDTTGSTANPYFLVYVDATKMDDCVETIRPSQT*
>Mcir_Mucci2_118206                                                             
NRFNQHEADWGYHEFVQWDILLDAEEPFMVNDKLVIECIIQLKKDPTGVLWHNFKVYDSKKTAGYVGLYNQGATCYMNSL
FQSLFFTNIFRKSVYQIPTENDNPQKSVALALQRLFFNMQFSSTAVSTTEITQSFGWDSHELFKQHDVQEFNRLLQEHIE
QKMMNTPAEGTIKKIFVGKTKSYIKCINVDYESSRSEEFYDIQLNVKGCRDLKESFEEYIREELLEKENKYMAEGHGLQD
AKKGVIFEAFPPVLQIQLKRFDYDMHRDTMVKINDRHEFPAEIDLQPYHISREEQSQAQQASSLKYSSISSISVLVHSGN
ITCGHYFAFVRPTKEDQWFKFNDERVTPVSLDEVFEANFGGRSTSYDNTSNVMEEANAYMLVYIRDSSQDEVLAPVTIND
IPHHLSERI                                                                       
>Mcir_Mucci2_14515                                                              
GVCGLQNLGNTCFMNSALQCLSNTPQLTRWFLAGNYKTDLNRDNPLGMKGQVAEAYGELIQHLWSGSAGSVAPRDFKYTI
GRFNSSFSGYQQHDTQELLAFLLDGLHEDLNRIIKKPYIELPDFDGMKDVDIAEKSWDYHRARNDSVIVDLFQGQFKSRL
ICEECENVSVTFDPFMYLSLPLPIKKKSKTSIQVTLSDCLDEFTKEEELSEEDLWYCPKCKKHQRATKKFDLWRMPEIMV
VHLKRFSHSRTWRDKIDALIDFPTSELDLTDRVLSIEDHASVKDEDRLVYDLYGVDNHYGGLGGGHYTSFAQNFEDGNWY
NFDDSHVTKVDVNDVKTTAAYLLFYK                                                      
>Mcir_Mucci2_147923                                                             
EIIETKCEHWEIKDWSKLDTRTIGPIMKVGGHDWNILLFPKGNNQTECASIYLDLTNAKSNTDEYACAQFVVCISKLSDP
TKYTLHSAQHRFTAEESDWGFTRFVPLTDLYNEATGYLEDDAVRITSIVRVVKDPTGILWHNFINYDSKKITGYVGLQNQ
GATCYMNSLFQSLFFTNSFRKAVYQIPTERDEPTKSIALALQRVFYNLQFSNLAVGTTELTRSFGWDSLEAFRQHDVQEF
NRVLQDNLEIKMKNTPADGAIKNLFVGRMKSYIKCINVKYESSRSEDYYDIQLNVKGCKNLEESFRDYIVEETLEGDNKY
MAEGYGLQDAKKGVIFESFPPVLHLQLKRFEYDMMRDMMVKINDRHEFPTDIDLEPYLSGNADKSKGHKYVLHGVLVHSG
DLSGGHYFAFVKPEKDGNWFKFDDDRVIPSTLKEVLEENYGGEQLGIPGMNMRPNGRPMNRFTNAYMLVYIRECMLDQVL
APVTEQDIPRHLGERLEEEARIREQRRKDKEEQHLYMKAFIADDDTFRANTEFDFANFDEKDAVENRLLMSRIRKNQTFG
EFKQEIAVGLGLPSSQFRLWLMVNRQNRTVRIDIPIPAEDNDSTVDEIRLRYATNQPNLRLYLERATAVDEHGQGVFPPQ
PQQSPVILIFIKLFSPEHQEIHGLNRLYVQKDAKVKSIIDTLKQMAGFSQEDEILIYEEIKATMIDLVDVESTFSQAELQ
DGDILCIQKRLTPQQEAIVLENGGKATVPLFMEYKTGRVFVQFSPVRPDGELPDMRLALHKDMLYEDIAALVARELNVDG
DKLRLINPYNTSKLPPKRFSGMKLGKILANAYHNGAPVPANKATFLYEKLDVSLEEMESKCPVTVTVCAPTFKDAHTVEV
LLPKDSGINDLKAALVAKDDKLAQDLDRIRIYDEMDGKFDKEYTDRAWRADIATRPALKVFAENIPEEEMEGNLNPNDIF
IHVFHFQRTPNRTHSIPFKFLLKESESLADTKKRLQARTGLDDNEWSKVKINIVADDEENTTQISDQDEQLFSSHTYNAG
DMIGLDHIDKSSKVDKTGAIFIRG*                                                       
>Mcir_Mucci2_114070                                                             
MFNSLLLATSRGARVPRDSVQQNDFNREFFEHLRYKPSKSDPEVYTNNLPQRLARAHYELLFEFGGWEALMGSHATELNE
EKLNDMFVVQERLEKKQTDAKEIVRQCAAELGISVGSSSALAALVFAELMQEAGNDMNLKRKYLDAIQVIGVNSKAPKDI



QNALQTVNSNANVPNDVAKAYAYFGLYVDVSDQLLIARYGLKMMHDKAAIDQHRQQLQIIASFKKTDMLNKFIKTGTYKE
KKKRKKTAAPVTPAKQRPIATAFPVLSQKQKPIPTAAAPVSSSKDKQGSTATPLLSAQRLARPKGLVNYGNICYMNSVLQ
YLYRVRLFRRITQSATVNNAFTRLLGATFQIMDDEDDFAFVAYPQELVTLALTTGAGDFNSQQDASECLMHILDMVAEGA
GDAQLHNELLDNFAVFMLGASTPGTLAQKLDSWLEDNNKMGVIIPILNYSLDRLVLGHAAGAAGSNVSHAVVDFPLQINM
QRYYAEHLHSYTPSFMYTLHTVIYHSGTDISGHYWSYILDHTTNQWWEFEDQKVQPVEENTVLHCSKSPDAHITFVSYIL
TDRIHDLVTGAIPNDIS*                                                              
>Mcir_Mucci2_180891                                                             
MNSIIQCLSGTIPFARYFISGVFRQHINKDNFLGTGGVLAENFASLLRTMWSENYNFISPVLFREALIKFAPQFRGSEQH
DSQEFLNFLLDGIHEDCNLVKKRPSPPPESAEEEARFEQLPDWQASGIAWERYLERNSSVIVSLFQGQYRSRLTCLTCQA
TSTTYNSFMSLSLPIPAKRSGPASVSIYQCLDYFVKEEILDHDDAWQCPKCKTLRRASKSLTLSKLPDVLLIHLKRFSFD
GPFKDKLETIVESPMSGLDLSRYVPSTMFPPNQPPEKSAFNYDLYAVSNHFGSLTGGHYTACVRNGYKNEWHNFDDSRFS
VCDESKVLSRAAYNLFYVRSTVK*                                                        
>Mcir_Mucci2_114130                                                             
MDGEDDFAFVAYPQELVTLALTTGAGGLNSQQDASECLIVVCKAYVHHMCLKTTCTSGSTHKHVDTQHMVAEGARDAQLR
NELLDNFAVFTLGASTPSTLAQKLGSWLKNSNKMCAIFPILNYCLDRLVLGGAAGSNVPHAVVDLPLQINMQRYYTEHLH
PYTPNFMYTLHTVIYPNGTDISGHYWSYILDHTTNQWWEFEDQKVQPVEKNTVLHCSKSPDAHSTFVSYFILTDGIHDLV
TSAIPDDIS*                                                                      
>Mcir_Mucci2_181793                                                             
MFKAILPENSELETEKLGFYHWHIKDWKALDTKTHSPVFEINGYPWRILLFPKGNNQKKSVSVYLEVANPKERGIPDDWH
TCAQFALAISNPEDPSNYYSNTANHRFSSEEVDWGFTRFYDIEELSQLASTGKGPFLINNGSETVISVFIRVVKDETGVL
WHNFVNYDSRKATGYVGIKNQGATCYMNSLLQSLYCTNKFRKAVYEIPTEKDEPTKSVALALQRCFYNLQYSSEPIGTLE
LTKSFGWDSLDAFMQHDVQEFNRVLQDNLEVKMKGTPADGAISKLFEGKMKSYIKCINVDYESSRVEDYYDIQLNVKGCK
NLVDSFDDYITVETLEGDNKYQAEGHGLQDANKGVIFESFPPVLHLQLKRFEYDFMRDTMVKINDRHEFPAEINLDKYCS
KADDDGPYDYELHGVLVHSGDISGGHYFALIRPESSDKWFRFDDDRVTPVSKKEVFEENYGDEPLRDAKNLHGLASPPFL
NGTARVNSVRMMKKFTNAYMLVYIRKSKLGEILGPVSESDIPVHLKRRLDDEKASIEKRKQDRQDMHLNVKVAVVTDESF
QDYQGFNLAVFDDRYLEVSPNVQVFKAPKAEKISAFKQQLVDHYKLEPERFRLWSILYRQNKTVRVDQVLSPADERQTVE
KMRESTCVSTQINGFTKLYLEIAEKNQPLTVLRNDQQILFIKYFDVKAQRFRGLGHIFVSSNEKVGSILPTLVERAGLPR
STSIQLFEEVKPTAIDLLKSDITFRKAEIQHGDIVCFQQTLSQKETDEITKNGLIATVPDYYASLYNRACIMFKPKPNTA
TSSTEEVQLTLDRTANYVTVAKALAAKLNVEASKIRFTASNSITHQPREIIHYKPGTRLEEMMIGLPKPQDYGQIVSFDN
INIPVMFYEVMDVDVADLESKRSIVVNIIGPTLRKETKVTALLPRTGSVRQLLDQVVAKGKMEVKDVDKIRLYEAVDGKV
TKEFSPDQTVDNVAMDKKAIVYAEPIPKDELEMNQDEDRLIQVVHYHNHPSEFHSIPFRFVAIKGEPFEETKKRLQRRTG
LGDMDWKKVKFTVLRNLHAPEPLVTVIDNPAEFELRKARLQEEDALGLDHIDKSSKGRFSSVFEKGIFIRG*        
>Rory_1284                                                                      
MKGCSIMVEVIGKHQNYKEIKKDPLYLQLRLRTHNDVLGRLEYLNDTLQERFSKQKDIVDVAMEKYPPVENTDNSPLNDL
PSVPTHLPGTPSAMPAHVSNIPPAIPIPNQNTPPPQIMKMPEPQPQPQPQPLNNVIELPTPTHFQLSMPMSTVEPRQLAS
WIVKNGTRPQPSVLLLDVRPRDIHSQGFIRHRWVAQIEPLVIKPNVSSRRIEESMIMNPEAEQHMFAGRHQFDIVVYYDQ
NSASLNKNNQALSHLQQAIYEFEFQKVLQNAPIMLTGGFDAWRSIIGERGVYSYTQNNRPNNTLQARDSDQNVPLSPVKV
HQTLYDYFTYQGPTNSKQSMSKYSDKNHVEMPPLRGIFGNTFAPAEATQSLRMPVPQFASVPQADAKTAAAPEATNTTQY
PEIRPNASDLTRRKTFIDNPFHGFTTTTNKQFDVPPAVKRPVLPHQPPPLPPKPTDINNFSEYRMGPVSENSFSQIGHGA
IGGTGLKNLGNTCYMNSIIQCLSGTIPFARYFISGLYKQHINKENFLGTGGVLANEFATLLRSMWGANCNFISPVQFREA
ITQFSPQFKGSEQHDSQEFLNFLLDGLHEDCNLIKKRPSQPPESPEEEARFERLPDWKASAVAWEKYLERNSSVVVSLFQ
GQYRSRLTCLTCHTTSTTYNSFMSLSLPIPATRTSPATVNLYQCLDYFVKEETLDDDDAWHCPRCKKLCRASKSLTISKL
PDVLLIHLKRFSFDGPFNNKLETMVDSPIRGLDLSKYVPSSMFPPDQPSEKSTFSYDLYAVSNHYGSLTGGHYTACVRNG
YRNEWHNFDDTRLSVCDESKIMSRAAYNLFYVRSTVK*                                          
>Rory_1592                                                                      
MSDSEVDRSSISIKRARESSIEEEEVGRALKIDPKDQVNIITQLQKDHFSEGQTWYLISKNWFTRWKQYCSRLGSPEQDA
RKIGEQTSPGPINNQSILQPDGKLVEDLVLDESVFAVPEDAWKNLVEWYGTKSEPIERLVIKRSENELTVELYPPTFKVF
PVIDSTNDWNSNPQFTLSENSTILDLLTSVKESLDLSEDAKILQIHLLDDEPNSPTITSSSLQNSTQLDLENLFAGVSLS
GQCNIGVVITDDARFPSKNAAKQSDSSSVSSTSSVFANVFNNLTTNPPASNPHSNYTRGVCGLQNLGNTCFMNSALQCLS
NTPQLTKWFLADNYKNELNRDNPLGMKGQVAEAYGELIERLWGGHSHSFAPRDFKYTIGKFNSSFYGYQQHDTQELLAFL
LDGLHEDLNRIVKKPYIELPDFDGMKDEEIAQRSWDYHRARNDSVIVDLFQGQFKSKLICSECKNVSVTFDPFMYLSLPL
PIKKKSKTTVVYVPYDPTQRIQRMIVTLNKDASIAHLQKEVARMMSVDDPSTLLVVELFSNKIYKIFPQYEPVATIGGSD
IIYIYQLPGRLPSKKKTSTYLFASSDEEASKSEDENELIVFPVYCATVEKNDALVSAQPQQFGEPFVIGIPRKYATSPDL
LYRLLSQHVERYTHFKLFEEVDGEEPVEYETTVHQAMDIDDQPQQQPIHTAAAVTAAGGKRTEPMSNLFTMKVFSGPRHY
GRHTEDLLPCSPSWISSNLEDLRERAESEQKRREEYEKQEQNEQEEYEDMDMESSVALEDEVENAAATFYQDETPISSTD
ADRESIDSNKNNAGSKPDSPVLSMSDSIPQTPVNSYKPTSTKQKVTCPPSTIIRQGEGILLEWTSKKARQIFGESQQGSM
NGVSTSGWSDIEELKDLDEANMNQTDQKNKQVTLSDCLDEFTKEEELSEEDLWYCPKCKKHQMAIKKFDLWRMPEIVVVH
LKRFSHSRTWRDKIDVLIDFPIEGLDLTDRVLSVDKEILNEENRLIYDLYAVDKHYGGLGGGHCKAYIELVGFY*     
>Rory_1753                                                                      
MNSKLKTEITVPKYTLPNDFQAIADQCMPFTQEEALGTYCSTWRINNWSDLENRVKGPVFETEGLKWSLLLFPNGNNQND
VVSTYLELSSSLEEDCQEDFHACAQFLICISNPDDPSCYITHAAQHRFSKLEADWGFTGFISHKELKEGINDKPGFLVND
TVVLTTIVRLIKDQTGVLWHNFIKLAVYQIPTDNDEPCNSIALALQRLFFNLQFSNYAVSTTEVTRSFGWNTVDAFMQRD



VQEFNRLLQDNLERKMKGTPAEDSIKRLFVGKMKSYIKCINVEYESSRSEDYYDIQLNVKNCKNLEESFRNYIEVETLEG
ENKYMAEGYGLQDAKKGVIFESFPPVLHLQLKRFEYDMMRDAMFKINDRHEFPPVIDLEPYLSDTANRSTSHRYALHGVL
VHTGDSSGGHYFAFVRPTIEDKWFRFDDDRVTPALLREVLEDNYGGEMLNTHPKLRNVKRSTNAYMLVYIRESMREEILK
EVTIDDIPDHLSENHFYMNTGPDFVQVFEDDKDSSRTAAIRTVRKDMTLKMFIEEIAKELNTSSDCFRFWILLNRENQTV
RLGIALEQTEENFTATIDPLTGLPLFHDTNADDILIFIKLFDQGSQTLRGIGKLYINVDHPIYSIEDAEVDNETIELVDR
NDTFDEHDVYSGDIFCVERQLTPEQNNYADDFDLILRTDMQYSEIVYRLGKFINCNPLNLRLMTPDIYGNPRSTIHPIED
LTLWDIIQTMPNTGDSWRLFFDVLTMSLSEFEKKKLVKLNICYPKLNQVNYTEFIVKKNAQLLDINAELQDKLEVTGQEI
RFFTVENHKLKEDLSLNQIVPEDTLIYAELVPQEELKKGEEDFYISVYHYQRDLAKTHSVPFRFLVIKDEPFKDTKKRLQ
ERTGLEDKEWNKVKFNIVSKFISNIKEDEYVLSDHKFTKDEALGLDHYDTTQQQYSEKGLFIKE*               
>Rory_1812                                                                      
MASSNYHLPTIAAVAGFALAASSYVLSNNSFESKKRRQRDGKYIYGLTNTGNFCFVNSAFATLSSLRSYLAERVDEQGDE
SAPTVPQNEFILNSVACALYATIELLNSPIARSKSITPVDFINALELKFGGAINRDQQDAHELFQIISSVLTTEEEIQYK
ENATSLLDATAVKGFTMGENDYNNDNFETSSISSFGTTASMWSSFSVCTQGGSLRPRRRSPRNPFTGLAATRVSCVNCGY
TAPIRHHTFDNVSLTVPQTVNRVLRHCTLENCLSTYTKVDTLNDFQCRKCTLNATLESMLRELASVEGKNQERASVLKVD
IGRIKDALQYNVEASLYGIPLVTPTQTPCTTKQTMFANPPKALCLHLSRSVYHPSGMVQKNHCQVQFSEYLDLAQFTTNG
YLNTSDPGASLSSPPTTPILPQTRTSRASLVYLRNMAHGHRFSHSQKDGLNIALMTNKEADRPIQNALPSYIVPVNRAIQ
YRLCAVIVHYGNHDSGHFVTYRRKKLPTGHEVRSPLGDNTPRPATKFWRCSDDVIEEVDLDAVLQSEAYMLFYEREA*  
>Rory_3678                                                                      
MKSFIKCINVNYESSRVEDFYDIQLNVKDCKDLDESFKKYVALETLDGENKYMAEGHGLQAACKGVSFEKFPPVLHLQLK
RFEYDMHRDTMVKVRLQSTCLKITNDMIYQQINDHHVFPDTIDLREYCSTPSDDPEEHIYLLHGVLVHSGDIDGGHYFAL
LKPEKDGKWFRFDDDRVTPVTLREVFEDNYGDTEASDDDEIRCTSAKSLKRFTNAYMLVYFQKNKLNEILESIKEEEIPK
HLNKSVKDNARALKDDVINTLLQQQQQRSPKKDIRLRKSNSTSDKKCNIM*                             
>Rory_3747                                                                      
MKALPTPHPKKRAHSCIRRILLFPRGNNQKKAFSFYLEVADPKDGSLADDWHVCAEFAVAISNPKDTTNYFSNNAHHRFS
ADEIDWGFTRFYEIEDLERLSGNKLGPFVINNETVLSVFVRIIKDETGVLWHNFINYDSRKETGYVGIKNQGATCYMNSL
LQSLYCTNKLRKAVYDIPTEHDEPTKSVALALQRCFYNLQYSSAPVGTTELTKSFGWDSLDAFMQHDVQEFNRVLQDNLE
EKMKGTPADGAISKLFQGKTKSYIKCIHVDFESSRVEDYYDIQLNVKGCKTLQDSFENYVAEEILEGDNKYMAEGHGLQD
AKKGVVFESFPPVLHLQLKRFEYDFMRDTMVKINDRHEFPEEINLDKYCSNSNPDEPYDYQLHGVLVHSGDLSGGHYFAL
IRPGKDDKWFRFDDDRVTPVSKKEVFEENYGDEPHRDSKNMTSPIVNSKINSARLMKKFTNAYMLVYIRKSKLDDILDPV
VESDIPIHLKRRLDDEKAMLEKRRKERQDMQHNVKVAVVTDDSFKDYQGFNLAIFDDRYLEVSPHVDVFKAPKTEKITEF
KKQLMEHYNLEANAFRLWSVHGRQNKTTRVGQFLNSNEEKLTLEKLRELTGGSAFSNGFTKLFLETAEKGKPLPSFRNDQ
ALLFIKYFDVKEQKMRGLGHMFVSQNDKVASILSLLVERAGLKKSTSIQLFEEVKPMEIEPIKTDQTFRKANIQHGDIIC
FQCTLSQRETDEILKKGNIASVPEYYASLYNRTMILFKPLPSANNKQEIKLILNRTATYTVIAKALAKELGADANRIRFT
ACHPITHQPRETITYKPTLRLEEMMPSLPKPNEYQQFVSLEKMNTPSLFYELLEVDIADLESKRSIEVNVLGPTLRKETK
VTALVSRAGTVRQLLDQVILKGKMEAKDPAKIRLYEALDGKLTKEFSLEQPVDNVATEKNAIVYAEPIPKDELEMNLDTD
RLVNVVHYHNRPTGLHSIPFRFVAIKGEPFEETKKRLQKRTGLGDMDWKKVKFTVLRNIFASEPQVTSIDTSDFELRKAR
LQEEDALGLDHVDRSSKSRFTHVFDKGIFIRG*                                               
>Rory_4396                                                                      
MDGPEGIDVCLTCFNGACLSNERNHALNHYQLFGHALTVNIRRIVVNQNKRLDNGSPPQKMSKLAIDPSAEEPQYEYQAK
IRCYACEGQEASRESTPELKSIVDAILSALSSAKQSEVKAWEEVITPCEHTLCLSQEPPKKLEGQDLAHCADCDLKENLW
LCLVCGNLGCGRRHYDGSGGNNHAIDHFQKTGHGVNVKMGTITPEGTADHDLATHLANWGINVSHQLKTEKSMTELQLEQ
NLKFDFSMTTEDGKQLEPKFGAGYTGLKNLGNSCYMASVLQSIFNIEKFQNRYNNELKDHAKTCTNEPANCWYCQLHKLA
DGILSGRYSQPKINDDNVQYQEGIAPGMFKALVGKGHEEFSTMRQQDAFEFFQYLCKTIRQKEHASSSNDPTKLFDFMIE
QRLQCHKLSFYECLDMFIADETVEGYDCPNCKEKTTTIRSVKFSTFPEILVINPRRFAFINWVPQKLSISIEFPQGPIEL
DKYVSQGQQPGEELLPEESSSTTESIAFNQDDIEQLMAMGFSENRCKRALLNTGHNGAEVAMNWMFEHMEDPDIDDPLPT
ESSGQTESPAENQILMLQDMGFTAAQAKKALRETVSATPPFNYQLDSFVSHKGTSVHCGHYVSHVYKNNEWVLFNDNKVA
VTPNPPVGEAYLYFLRQL*                                                             
>Rory_4641                                                                      
MQVRPVWVQMKVAFTGKNETQQKLYLPISKPQPLPTAPRRESTTTRYPELMVSGPTIPFKNQVEPSQNHVTELRPVPPAQ
AKLQRRRTFIDNPFNGFTTTTSKLYDVPPVPTTNVASTSSKAAPLPSTKESSGSRPFTLGDFHHTSTSNIHQIPSSVFSQ
QGALIVVGTTGLKNLGNTCYMNSIIQCLSGTLPFARYFISGVFRQHVNRTNKLGTGGILTEKFADLLRAIWNENYNFVSP
MSFREAIIRFAPRFSGTDQHDSQEFLTFLLDGIHEDVNLASHNHSGHLPTMTKQEELEFEKLPDWQASAMAWERYLSRNT
SIVVSLFQGQYRSRLTCSSCKHTSTTYTPFMSLSLPIPAKSRLKISNVTLYQCLDYFVKEEVLEKDDAWMCPKCGKKRKA
TKQLMISRLPDVLLIHLKRFSADGLFKNKLDVMVKYPIKGLDLYNYVSRFIPPRPPSSSTSLAQDRTLSTYDLYAVSNHY
GSLSGGHYTAYVKDGHRNIWHYFDDSKFSTCDESKVVIKSKII*                                    
>Rory_4671                                                                      
MPKINVNIKWNDTDDSPELFKTQIYSQTGVPPERQKIMVKGGILKDTTDLNKLNLKEGHTFMVMGTAGELPKTPPKPVQF
LEDLTEAEVMEALNIPPGLENLGNTCYMNATLQCLRAMPELQQSLESYQGGLNGADSRGNLVASLRDLFANLSKASDGFP
PLVFWQMLRQSFPQFSQTGQGGIPMQQDAEECWSELVSVLKAKLPHSEDKNFIERYMTGELEAVTECVDAPEEEKTTTVD
SFTKLSCHISINTNYMINGILESLTEEIEKNSPTLNRTAKYRRKHQVSRLPQYLPIQFIRFFWKPQERVRAKILRKVKFP
LDFDATELCTPELQSKFSKAKLKMKEIEDKKVQKAREEKRRKLDGENDGNQSNNMDTLSEEKVDWKEYLDPKLLEDVGCN
PTGQYELCAVLTHVGRSADSGHYIAWVKKNTDEWHKFDDDKVSVLRDADIERLDGGGDWHTAYIVLYRAKKLE*      



>Rory_5057                                                                      
MASTLSTILIYVQDLLSGTRRNINTNNPNFLAKIGNTKESLDLLQVVGFKLENEYLIPDMVSEARLNHIKEELILMLDGL
RSEVGIAAVPISTMEKEIKVALASVSPVFGIVSSLENSVSVTNEYLAQAYRYFGLCYGASDQLVSWTYSTLTDKENLLDI
REAVDHLTRIANITQSEVLQTLVVCEKSMGKLGYNDIGDAYAYFNISQEDNIDDRLLIGLYQVKMSDEPAEKNMHQDKLK
AIAIARNSMELIEFLKAEKGITSLTSLETIQQIMGVPPHMLTSPALSGPVGLNNIGNTCYFNSLLQYYFTLLPFRHTMIY
NEIYVEDEQSELKKIGGIKVDQSEIKRAKKFVELLKTLFVSLQYTTEKAISPEYDLAYMALLNEKDQQQQEEDTTTLRDP
EEMEYEVGDNSSISSNTPADAPPAYEEVMKKEQEQIEEVEKLPNKPKERPSVDAMMFECMGNVMYLVEAALKPISKTEDG
EQIDDMVRQLFYGKARQIISYCDNATLKTVKKEMEEDFSHVIVDASEGKDLYDGLDEYFFENQLENFQGGHEAIREVSVK
SFPPVLQILVQRVQFDRATVNVYKSNAYIQFDKIIYLDRYVDENFEKLKEKRLEVKEWKKEYEELKQQVDKYKKSKTCKL
PIPDLLEATYKVLEEFRVECTEEDQDKFDTALRLVEKEAQETKHKIETGTEKMKEIKSRIRQQYDDHQQLAYKLHAVFIH
QGQANYGHYWIYILDHKENQWWKYNDSHVTKVKEAEILHDTTGSTANPYFLVYVDANKVDDLVETIVKRN*         
>Rory_5975                                                                      
MEKRHGRKRDWFWHLLGHKRHDERKKSEDQQGKITFLSNYAKQYFSLELDCDIFESLLEDNEWDTKRALADLSDYEEASH
GILIEPPPIKQVILGAENDGGTSCYIDALLFAMYISNTTFDPLLTYDIPNDETKVKLQTVMRLFINKMRKGHFISASYVH
WFRKVLEEANWHGKDDDGHWAQEDTSELFMFITETFDLPYLPFQIRLFHGANHDMDDDRVMTDRTLSLSIPESELERLRL
EDMLLDYFYNNVITGIRREIDNTDILENVASSPTFAHEKKTLIASNVEREVIAWQVLELLPFYSAINEQGESIQTQLDSS
FPDTHMILPIVLKRYKYEDGQMKKNKQMIDIPSSIDFNRFINQNVDDPLCPTCGHMVDWTLYLKSAVCHKGSSPYSGHYI
AYSRQVDNWIKFDDMNKENRVSLIKEETKMFADLAENAYIIFYELDKTCHHNDRQPSKDTLNNHHHSCILM*        
>Rory_7797                                                                      
MTKNNDQFNKIFNKNKNPVQKNNIESLLNRSIKFRKSRYVDQKLELFKQKFTPINGETDVVYSSSAYNKNEDNNNMLDKI
DVNGFESPSKVLFSSDKLNFGWLNIHPIGPGLKDLGQLSSLNAVLQTLTYTPVLANYCMERRHSSNCASQEHCFACAVED
HIRTALQGQTYTLQPRVFAGKIKQMRNATTKDVYNVWKYFFDQIQSSLILEKGLDLLQCSSLERCLTKHFKEQVSMKTEC
SRPPKVLAIQLKRFNSTDSSKISKYIKFEQVLDIKRTVTESEVNHVKLKYELYAVIVHTGESLHNGHYVSYVKSSNGIWY
CMDNENVQQVSVNRLLAEKASMLFYHIVPDPVKREKKEPVKVNVKSVEEKNEVEIKQEKEIEAEDEGEIMYIKHESDNEE
ENERAEQLKIALEEASKKETVENKAAIVVSHDENMRSKRDKLQNLIEKENEQSKSSQVKEVLLAKISDNQFQDNIGTWDD
DIGTTVEPQRKVLLKKLKSKRKKVDSYDLEYDTGKVKKVKKKQEDKFHKPNMFQITADAKQNKKK*              
>Rory_8932                                                                      
MFANPPKALCLHLSRSVYHPSGNIQKNHCRVQFSEYLDLAPFTTNGYLNTSDPGTSLSSPPATPILHRTSRASLVYLRNM
ANGHRFTHGQKDGLSIALMSNKETDRPIQNALPSYIVPVNRAIQYRLCAVIVHYGSHDSGHFVTYRRKKLPTGHEVRSPL
GDSKPRPATKFWRCSDEVIEEVDLEDVLQSEAYMLFYERDV*                                      
>Rory_9591                                                                      
MTNDEFKRKRLVDSMKTKDEDSNKRARFEDVLSKEKQFEHFKHLKNVATKENDKWYLLSLAWYRSFKQYCEGTTDRLSPI
DNSPLLDDDEESKLRRDLIYEKDYIFLPEQAWECLVNWYGIKEDRFIISQKARYFEIYQLHEKSSKSRSFYLHHQSTIHD
FYKALVIALKITTPVVHVWLLNQRIRNEVFVTESLLNSLSMKEIDPLALSAESYLSDHLPTSKENKYFLAIKTSSKPVIY
PRGLHGLKNLGNTCYMNSAIQCLSNTPLLTQWFLKDIYKKDINRSNPLGLQGELAGAYAELVKSIWSTNNMTISPFAFKK
IFEKFNSHFSGYEQQDSQEFLGFLLDGLHEDMNRISDKPYVEIPDFEDESKENEIASHFWEHHKARNDSIIVDLFQGQFK
NQAKFTIYLRKGSTIHDLKQEIRSKLKDIQHILITQIYQAKICKIFKDNDEPLSNISPIDIIYVYEIPCSPSNSEKWTLF
PIYYSLLDQTDNHLCTFGYPLVLALNKSDSDPDIHKFIVNHIQRYTSKELDKEQGPLFKPRLFSSKNTYDNTFPLIRSFA
DISPQFQQDPSTIQSGQGMILQWAMDRAFDIFGSIPKKNSSQRAVNTDLWRKFSVLPATRSKQETLTLEDCLKEFIKEEQ
LSKDDLWYCPRCKVQQRATKKFDIWRLPEIMVIHLKRFSQVRIWGNKVNIYVDFPISELDMTDYVLGSTDLSLIYDLYAV
DNHYGGLGGGHYTACAQNIQNKQWYSFDDTSVNKIDVSKVKTNAAYLLFYKRRRKQNIK*                    
>Rory_9652                                                                      
MQAYQMDIKKSQAEIDKLKGDIRSVSKRDLLDESIKYFKDRQENDINDDDLNALDYILKTVKQKMTIRLEQMETLLKERK
REIYAIFDREDMKKKPYKLRATFHHDGKTGTGHYWAYIWVESKEENLLEDMPAEGGWFRFCDASVVPAKEEDIFNDPVPP
FSFVYVDDSLPHYTKNQIYECVPDELKQFIKQDNVLFEQEISMYDRTSNVAYPVYDDNWFTEKTEEYQIEQTTFDDTNSI
GTAVGQTYADTDNKNINCSQKFVGQGYTKLKDQANHKIIETSSYASDDYRLLMNFETFLAKSQNQMSLEHLYLLYTVSEN
KKDGDQSIKEEASKDDEDLKPAWHQYECYLSVGERVTQALYYFVKQEYQIALQLLLDAKRAEADWKTRLMLDLDMLNAYS
GIDTISFSPLYEAYGKKCLEVLNKAAFTKALNESYRSRGLEDALRLAHQAHAIIEPDAISNDSTYESLRELWLRFGEQDN
SNKLTDDQANLLNTLVMTYLEGQSGQSGEDVNRVESPVFDASKECDDRPLWERYKEMFYQAEQLLKEISS*         
>Rory_10547                                                                     
MEDEGEGRALKIDPKNQVKMITQLQQDHLLEGQTWYLISKSWFTRWKQYCSRLSSPQQDARKIGEQTNPGPINNQSILQS
DGTLMDSLILDESVFAVPEAAWKDLAEWYGVDSEPIERLVIKKSDGSLTVELYPPIFKLFIVSDVTLASFNRSPRFTLSE
TSTINDLLLTIRESLDLSQNAELQIWLLSDEPNSPTIASNSLQNATLIDTNNQSVILSRSGQFNIAVVIKGDARFPAETF
IKHSDSSSISSTSSIFANGFNSLTASSTESTPTSGLYPKFARGVCGLHNLGNTCFMNSALQCLSNTPNLTKWFLGMGKKT
RVLEKLITDNPLGMNGQVAESYGELIEKLWSGNAQSYTPRDFKYTIDGLHEDLNRIIKKPYIELPDFDGMKDKEIAERSW
NYHRARNDSVIVDLFQGQFKSTLICAECKNVSVTFDPFMYLSLPLPIERKCKKTVVYVPYDPTQRMQRVVLTLNKDADIA
QLQKEVAKIMSVKDASTLLVVEIFSHKIYKVFSHYEVVARIGNSDLIYVYQLPGPVPSISKKKTVSYRLYNHNEDDLDTA
EAEDNNQLVVFPVYCATVESHDTSSGQPQQFGNPFVVAVSRSDANNPDSLYHLLLQHVERYTHFKLFEEVDEEQTNDELP
KDETVTNQAMDIDNQPQQHPIHTAAAVLAAGGKKTEPMANLFTMKVFSGPRSYGKYTEELLPCSHNWSPSSLEDLRERAE
EEQRRREEYERQQDEPSEDEVENNDVEMKESTVLDSKTQGDTDDEDEVENAAAIFYQREPNAFAIDDDTVISDHNSNFSN
KDNINSKQESPVLSAAHAYTTPPQTSEEALGSKTIPAKRKLTCPPSTIIRQGEGILLEWNPKKAQQLFGKASFSSVSGVS
ASGWDDIKELGDPDNINTSQADQKKKQLTLSDCLDEFTKEEELSEEDLWYCPKCKKHQMAIKKFDLWHMPEILVVHLKRF



SHSRTWRDKIDTLIDFPIEELDLTDRVLSVDKETVNEENRLIYDLYAVDNHYGGLGGGHCGYFYMWKGTDTDIFLGI*  
>Rory_11103                                                                     
MNRIEDEEIECIRASGGVSSKQVMIAKPPRILCLHVSRSAYMNTGMVYKNPCRLIFPEYLDVAPYTTGGHLNTIDPRLPI
STGRSARVLYKLMSVVVHYGSHSFGHFVAYKRRIYTDQCGCNKCQKKENYRSQEDWYRISDTKVDKCDLENVLSSNPYML
IYEMVEEAHYDTSLETEDEQQQEEERDVSSLYSTMDEASKAALSIANALLAQDEEISIMK*                   
>Rory_11262                                                                     
MNEDRQQSPVLEKPLSPPPYDNDKVMTEAEIPPPPSLSVIEDYEEIAKKDMPPIEEETIEFKCVHWNVTDWNKLDHRVLG
PVFQAGGHDWNVLMFPRGNNQTKAVSIYLDLTNAKSTIQPEEYACAQFIICLSKPSDPTRFVSLAAHHRFTSEESDWGFT
SFVSFENLQNYIEQESVRVTVIVRVVKDATGILWHNFVNYDSKKVTGYVGLQNQGATCYMNSLFQSLYFTNSFRKAVYQI
PTENDQPTKSIALALQRVFYNLQFLDTAVGTTELTKSFGWDSLEAFRQHDVQEFNRVLQDNLEIKMKASRMKSYIKCINV
DYESSRSEDYYDIQLNVKGCKNLEDSFKDYITEETLEGENKYMAEGYGLQDAKKGVIFESFPPVLHLQLKRFEYDMMRDM
MVKINDRHEFPLEIDLEPYLAANADRSGGHNYVLHGVLVHSGDLTGGHYFAFVKPEKNGKWFKFDDDRVIPATLKEVLEE
NYGGEQTGMQGLNMRGRLMNRFTNAYMLVYIRECMMDEILSPVTETDIPKHLITRIEEEKRILEIKRKEKEEQMYYMKTL
LATSESFKANRGFDFADFDERNAPQNGILVSRVRKDQTFGAFKADIAKWRGIAENEFRLWLLVNRQNRTVRLDMPIPDEE
ANSTLDEVRQRYATNQATLRFYLEEASFHENDVPVFPPSPQVGSPFALIFIKAFSPEYQSLQGMGHIYAPKDAKIQSVVG
KLKEIARLEESNDILVYEEIKPSMVDRIDLNITFTQAELQDGDILCVQRNLTAEEQETILQNGGQVTVDKYLEYELGKLL
VTFAPRFEDDESPELELLLHRDMNYEQVAACLAGELKVSPDRLRVINPYYQGKVPQKRFDGQKLGKVLSSGFNNNQGGGR
FRLLYEKLEMSLDEIESRCMVTVTVCTPTLKDQQVVELLLSKESTMKDLLEALVAKDVSFESQSGTRRVRIFDTLHGKFH
QEYDELSWKAAVSERPFLKVYAEEVPEEEMNMTEQDCFIDVFHFQRITNHTHSVPFKFVLKAGEKLEDTKKRLQARTGLE
DKEWNKVKINIVSEDELEVNLVSDDQEVLFTASRPYQQGDRIGLDYIDKSTKMDRNGSGAIFIRG*              
>Rory_12410                                                                     
MVLPDLQRLKSIFSRDIPISCKMSKASKQRRNEKRKAQRLAKKNNNHQRVPQPNIRPAPFDRSQLRYSWSFSRNLGPGLV
NAFNTCFLNAVLCCLTYTAPLTQYLLTDNHKKNCTIHGFCGLCAMSEHVNKCFTTAKSLMRFSAISPNYFTSNLKKISSN
LLLGRQEDAHEFFMFLLDAFTKSYTPLNSKLTPQEEDAGLVHTIFGGKLQSQVTCNNCKANSNSYDRFLDLSVQINGEKS
IQNALSRFIEADTIDGYNCDACKQKVRAYKQMTANEVPHNLVIHLKRFEYDMYSNGMRKIHKSVKFPETLDMAPYISKEK
KVQAAEYKLYAVLVHAGSSCDAGHYFAYVKNPQGGWLLINDETVHPVSINEVLSQRAYMLFYEQSSFITKSSNNCKPKQD
NEIKRPLDFKLPEPAHAKKCLKREHEKEDEEEVVPVTAKKVKFDEMEYAIATEPEAWVVRPAGMPYRSLLGNQSPRTYSN
AMGHISQWTIGTV*                                                                  
>Rory_13205                                                                     
MEEPQAKRARLNSPTKNVKKDKETTDLYLDTIDRHMLDFDFEKVCSVSLSHLNVYACLTCGKYYQGRGKSSHAYFHSIDK
DHHVFINLSTLKVYVLPDGYEVDDPSLNDIKYVLNPILTKKQVEELDKTLKTSYDLNNKKYFPGFVGLNNIKANDYVNVI
IQALAHIPPIRDYFILQDFEAKGSSQLVCRFSALVRKIWNPRAFKGQVSPHELVQEISNASRKRFKLTEQSNAIDFLSWF
LNTLHKDLGGTKKKNSSIIYQYFQGEVKVESQEPGLPTEKDALAKFNPNRAITTTTSPFLFLALDLPPVPLYQDERERDI
VPQVPLTTILSKFDGKRVQEVSNQLKRYSITRLPQFLILHIKRFTKNSWTNEKNPTIVNFPIKNIDMSNCK*        
>Rory_13238                                                                     
MPAQFHQVQTSSYITAIDISSSAQTIAIGDGNSMVFQYADREDFDVNPYSLPLVPPDIAQPQPTSFTEDASLSAVGMPYY
TDQLLSVWPNTTVYEVGHRPALLDEDILKNIKTIDFVGYAPNPGNLHRNQVPRKKKMMTKRSVPKFRSEQERELLQSNHG
LLDTDPVHHSGRRSSSVGDLHMTDPAVVMMPRYYQRVEIQYSKFGVDDFDFGYYNSTRYGGLETHIRNSYCNSFLQMLYF
MTPLRMVAKSHIKTSCPKDNCLLCELGFLFRMLEDSKGQNCQATNFLRAFSTIPQANALGLFEPETPTRGLSYSLLMQNF
TRFMMEQVHQEANVPAGNPLIFKPLIRKIVQVPSGETERLDIPSTMQQLFGLQTVSQSRCVDLLYPKKPTATKKVICGLP
GILLINSGAANSDEAAVWRQNGPNNNNNNPKSPSTPEAAESEQANEEALPTLTSWLPERLGIRINNCELVIKALPAGKEI
PPEFKESPEKCAIYELSATILQIQADEDLPHLVAQIKVPESDLEPDSKTPWYLFNDFLVHKIRPEEVLSFKGTWKTPAVI
QYKRVNLDKLLDLSVLPSETDYSLLFKDLSIASEPNPDPRHEVLSTEEMPKKGMLVAIDAEFVALEQEETEIRSDGTKSL
IRPSTLTLARVSVLRGDDGPKEGVPFIDDYISTTEPVVDYLTEFSGIVASDLDATRSRRTLVPLKVAYKKLRLLVDLGCI
FIGHGLNKDFRIINLLVPPEQIIDTVDIYHIRNRQRKISLRFLAWHLLNQDIQLETHDSIEDSKTALTLYKKYIEYKNNG
TFGQVLEDIYDAGHKSNWLKGIKEIKTTSNTDSHDEILSSLNLLPTGFWSSQ*                           
>Rory_13365                                                                     
MTSNSLFKWMGLGQQSGKPVADNNTLDEGERYFGLENFGNTCYSNSVVQALYFCKPFRHCVLNYPQTDVPEPAALQTINS
SVNGNGHAYFPSASTSSVTATSLVGSGSMSSAKLSSRNSVNGQVNGTSSSSNNTNSTNGNTTNNGSSTSTIIEKDQNSIN
LAPGMEDTLFSSLKDLFWKISTHKKKSGVIAPINFINKVKKENELFRSSMHQDAHEFLNYVLNTIADDVQNYQQKRYAES
DDSKKGSSINSDSNQTDTSSCNNPKSTWVHQLFEGVFSNETKCLSCETVTSRDECFMDLSIDVEMNSSITSCLRQFSASE
TLCHKNKYYCDICSGLQEAEKRMKIKKLPNILALHLKRFKYQEQLQKYIKLTYRVVFPFELRLFNTSDDTEDADRMYELW
SIVIHIGSGPHHGHYVAIVKSNGQWMLFDDDVVTQIQEEDIQKYFSDLPGSGSGYVLFYQAIDLDMNTINIPSKDPMEDI
SYSNGGPVQYAVNPSSERLPFSPINSNFNHQLNSPRRENFEDVPHTPLPPIEEKKSRWGLGRKMREKKDKK*        
>Rory_14749                                                                     
MPSGKNLDAIFMPSFCFGEISRAEINSVLSIAGVPLTPPKNTPFATGIPCKKRQITEEKRPVQQQEVKEAAAAIVNEPTK
VESVKEPSTNGVAATETAITTTATNLTVATSETTPKPTSPSKPASKPTATSWAALLKLNENKLKASSTSSSTSSIASSPV
ANTNVNGKQTPRKLASPTPSNTVKFTGIADIISKYEPTFNAPLLQPRGLINNVNTCFMNVILQPLSHCPPFYNLIKTIST
KVAHNIKSKTPLLDSIIEFINEFQTERLDSLEQYGEPFVPEYVYNALRGQKKFDTLRGRQEDSEEFLCFLLDGLHEEMIN
VLKERETKRLEEDNGKNDEWLEVGAKNKTSNLRTTGFDESPISKIFGGKVRSVLRCPGAKDSINLEPYQSLPLDIQPENV
HSVEDAIANMTLPEIMHDYTSPKGLKVEATKQVYFEKLPSVLILHMKRFVFDNVGGVQKLSKRVSYGSQLVIDPEWMVHV
MRQAEPVTYKLFGIVYHHGSSAGGGHYTCDIKRRNGEWLHIDDTTITPVSEKDVLVTEEENTRTSEKIHAGQTAYILFYI



KA*                                                                             
>Rory_16329                                                                     
MTTITGTAILIELLQYTITNTSNENSNNTEIIMDSDICLSSTNDHLLISGLVNTGNSCFLNSVLQSLSSLPKLHSYLYQI
NQKTASLFISKPLLKTLRLLSRPSNATFKPSELVSILSNCLINKEQQDAQELFQIISTTLDNENQFARRQQGLSSLLSNA
STSKLPESPFTGLLANRLSCMQCGYTDKTTLEDCLHQLTAMEFLNDVICRKCTLIETIRHTNAKLEQNPSDQILLNTKQE
LEKRLSMGLIEQEKEAACTTKGLSSKQAMFAKSPKILCLHTARSSLDLSTGEIYKNTCQVEFPEILDLSPYCTNGVLNTT
DPHLPISSPLHTAVPIKYRLMSIVVHYGSHDYGHFIAYKRRLIAEKCHCTSCSDDQTVLKHHESNWFKISDEHVEACTVD
DVLSANPYMLLYEMVEEEQVSDIETEEEEEEEHWIQQPIAPPSSPLLAPLQKASCSFYKPLSNPQRRSSKSLWTEAPTAV
C*                                                                              
>Rory_16481                                                                     
MSHLPSSPLSPLSPMSPPSPFQYSDQRTIYDVIYANDNPPQFYGDSHLIQTGACSHLAKLKQKYKQVGDDENHIFENYRT
LVRYSIAWHKSRKQRMTEQVGKKRKYTKELPLPQCSSCSDPLSRLHACLHSMDFDRYTIFCYECNDYVYDLEIDEKITKT
EIVSSRSRRKKQHAQFTPWEPTEQEVSVIVNNSVISSCQGIRGLCNMGNTCFMNVILQSLVHNPLLKAYFLSDNHSPKNC
KTQNCMCCEMNDLFTQLYSGDKQPYGPCRFLQSTWMSQKELAGYAQQDAHEFFISALNNIHAGCEGHKLSNCDCIIHKTF
AGLLQSNVTCLRCKNITTTCDPMLDISLGLKPPEKKKSNRSLNGRRFSHDERSSKQGNTLKDCLERFSIFHLSLFSVLIS
MVTLGTHSPKNWVQMNIVAANAAIHFSDNIYTLFAVVNHQGKVDTGHYTMFAKHRNEWFKFDDHNVAAAYQKDVLDSKA*
>Amac_AMAG_00185                                                                
MAAVADLRDDHLAAVYHAHPDMHRVCVPPAAWIADAADPAAAGAAGSTEVPSDEEGSVVVLGDDLELKTCLMPIRKRRAQ
KLVPESAVAASSSKAGSAAGPKLPHNKRQCQQNPNCLLHLGLAEWSRKDAKARFVERELKMFGAHVDPALLLAAATESDP
HAGVGLVNLGATCYINSLQSTVLFWGVTFRTRVYQHASASPILAQLGGYLEINPGIQQDAQEFGKLLLQVIEEQCSAFDQ
PIQLGGTSTARLQNTVEVMLDALFAAERMTDSNQVQCATCGCKQDVDWRMEVDQLGNVHCLQVSQFAFDPKTMTKNKNQH
SIRIPHQLVDMATIPGDWVLTGMVMHKGASTDYGHYIAHVRPRADGPWLCLDDDKCTVMPDPPDPLGSTQAYLLFYTRAE
LVVHPPPAPEPPQLDALAVQMEVDDHLAQKRQSQEQIDQVVEDLERSFKLRRDMFAQLHPRHVDDPCAYIPTAYLEQVFA
FDPLIRQMPPLDMTAFQCQHHRLDPRVLGQVKRVALAAAHKYTQPVGAFLDHESGPCRDFVAAVVHDHQQRRMGRSAFDD
WDAAALDGDPRAARAPIAWAADVNRTRVVSDPNKQTEQADTRALAMGPQRIAVSEAQVALLANLYPHVHLPRMTKTVCPD
CAAVHAAMQASLNDSRQQVARELAEFPLRLRAPSLRDELPVVPDDYVLVEGGFLESWRTTARSMSTRALNSTAVSCLIVP
ASRGMWERIAELFPAEGDLVLDNSFEVCAECRVPWLIQTCGNFELEITIERALDIASVSATTATGRKRRRPAKTEVLIKI
TETLRDAKISLIEFAGVYPMDQRLFFDGVELTDMSATILQLALYNGRVLTLAVDEARNTSPDRSGERAREFGFTGLLQRG
RGGTGDSSAQSPVPQAHPPWPEILPDRTVVLELTTDEKEAEEDIMAILMDMDVDMDAPQVPCPTCTFLNTAFVQVCEVCE
NAL*                                                                            
>Amac_AMAG_00379                                                                
MKGRLIQHFFNNQGPEKLFECAAQPNVSLEQLSWALQALAGLGDQAFVTTAPRDAVEAVLQTKANLFQLFFDVVQSRLAA
LSEADTRNVAPNTIFGLLEALLKLDQVVAHRNARTLCLALLKCPALDRRLLGITLLRKLAELIRQAPEHAAEHHHWLQDE
NVLDLVFAGEPHPEIVARAGDVLVELARDDGLSDGQIDTFWQLATRAQTTPIDALLDRTIRNMRPAKLDPLARHALAVPT
ADWTEPVCVIARSLLERVIVLPRCDDVFAFESPEWAYALLSAVIAGIQNEDGGFPPALVVVMAQWLAGLVPDMDEDFAQQ
YFPAMFHDASQALVNHVRVLPSMILLHGLLDSVGALPPAWVAVADLDELAARLDADLQVFACTPATDEAEAKLEFRTRIS
VWQMLRDPDRAREPASAQDVLALWSAYFGAPNEAPFLAWLHAVLARDEDRQPGGAVPRHLRATASIEVWRAARDVDPANV
TVPLLQVLYRIWNLGNEDGGMAVSEMAEHAGQLPDSVLFLVPVLIETSDNQVAKVAAQHLVDQLIVYWRTESAHLVVARL
VPEMARASSATVLARIVDVLVRLIPMIARKFPPPVDAADWRPHACAHAPRTVVPLTIKAQGDGTTTSFGLPVPLNVTGGQ
LRGMIAQQLPCAPGRLRLIFGGKELASARTSLLPLAEIGVTAEGGTVTVALSNGVAGPPVDEGVSLAAEVMRDEYQAVLL
RLLRSPDRDRAAIVYRLLQVLPSLSLEAVTQQSRMSAERPHEYLYLVELLLDRFATMGHVVRLGPMIASLPQLDVTDVVQ
RECFVRTTDLLAAVLPTTPIDADEIARLVEMCVLAMTASAAPTEIVFAAIHVLVAVGRLDADLDTPVLETWARAMSDSLR
SGWLTPAAVDLVASQIAALVGPAESPPTPAVAALRAHLWSRVADAMAPPYYRVMETVFTADRTSRTAQFPPWEAVLDALT
NLINPGIVHLLAFLIEQDAEVVPGEVVAEWVPVVFRAVYKGFEELDLGATFEDRERLAAAVTRLLGRTVAVPGEHVQVVH
DLLLEFLAEDGLQCTEWEYNPRVFCRSHYVGLKNLGATCYQNSMLQQFFMDPAFRNAILTCPTTSAPPSPVQPPAAAADA
TAAASAPAGPAAPAPAPEPDRFLAQLQAMFAHLHASQRHEYDTRPFVRTLKDFEGKPLNEHVQMDGDEFFNMVFDRLEAQ
VQDLPQGRLLTQRYGGKLQHLVESVCTHKSVREEQFHAIQCEVKGQAGLAESLALYVRGDALSGDNQFRYVVLLVPWTIS
CTGSPHLTIDYSCDECDKKVDAVKSTRIRELPERLIFHLKRFDFDMERFCRFKVNDSFTFPHVLDMRPYLTAERQLELEN
DPAAAEFELVGVLVHTGTADSGHYYSYIKCTSAEPPYSAEGDWFQFNDCSVTPFDAAHLPTLAYGGDGKQYSAYMLFYQQ
RRRPVDKVQACDVTVPDKLLAPIQVANRKLVRDTLLFDRHLIDLASTLATHHCQMRPYLYTLLRVVVHSHDLAHALPVLR
GAFHAKIPANDADWLIAALIKDGPNVLWQYLMLNAIPDARRAIRAVLHVAVEAASPEGMKQLAAQLVTIITTRELHFYTR
TWGHFMELCNQVCTHTVEPFVPFSPMLVELFEIAEWFPATGSASDAMDVDGVGPTTASANVTTVDGVYPGFDHLFLMIAT
IAQKSAVIDEVLARRLFEPSSERQPRFLSHAFDVIQNAETLRQGLTQIGERFPGPLVQSLGYLLVSAANVQHLDVVLQVI
FHLVCPADRTETADMAVRALLASLHRADYVVQPVRAVFIAEVLKVVLRIVQVHRSVTFAVLDPRVLVWMSVGLPGPTLAV
REAALALWAHCPILPEQAMPLLASVATGRMRHGWLQMYFAQRADKSVRGKYCLMLQMMYDAAALEVTHESAMQAAKFAQL
FLASIKDAFDDERLLALMLAHRLLEKSAHAGTLLGILDTSLFAMPLPHPIPLGHRNIDQFTATYLNLITFLEPAHATVLD
SNAVAIAHAIAMFPWIGTCPAASTAAQVVQWATARDSMASAFTQALWMQWTAARVFPPASLDAALSLVELAAVMARASMD
ERPDVAKMAARGAAGVLAGILTWMVPANKTPTVVPGAVVGETEFAAFVDRAVAVYVRAVVEVIAERLSGGAEGDTVAADS
GGFVPAPWRLPEVVVQTVVEKVREGVTVAGLHEVLLLQWAHAPMPSVLEGSFFDIAQQCASNVRSAACRYALTRLAEEQE
TIRALPRDRARVLLDRVEQLRLLAHAGDEAAAASSSSSSDVWAALQTWASEEVELVADGDKAEGADAGDAEMALAEEEVQ
AGEGDAADEGQC*                                                                   
>Amac_AMAG_01605                                                                



MLDGHASPRSDGSSCSAATPSTPLSDRSLNDVRDLYRAVLRAVASNQTSSTGEPGSAPVFVLAHDLEPTLCPSFLPSSLF
SKLMATFAEPPPSLPLNGAGTVWVDADKVFAALACCVPGDLDAKLAFVFGLFARRPARCETDVVLVTHDDVVTATNLERL
LDALWKLDDMSKLIVRSASSPTPDLGSLIPVPLNDLSSLLDSAPRDGATGETTFAAFLAWVRSTPSTLRLLDKLEHMTRS
TDGTRVAQHECDLVREAVHATILGPGDRVCIISKRWWTVWCEYVRYSDSHEVLDETVSDADLAIPPGPIDNDDLLDRSID
IVEAVLSLGPPDDVGRGDRAVLASKRAAVHLQLLPNLIECIDYIAVPRAVWDHLSAWYGGGPCIERALVPRLSRRGSLTG
DRPTASRATLTRHRRADCVVELYPACLTVALDDLVLPEAADAARSVRLVVGNDVPLSAVVEHVQTVFPELKSIAWDLARD
GSVVLDVAAAHQHTIQSLGLGKLPNLTVVRKDPTRPRPVSSSASSLPLLQQPPPDATAPVRSDVYASNGAPPTGGGTTVT
VDGQRGDGLIGLDNLGNSCFFGSAVQLLSSVAPFIDFFLDQYPMLAQGPKSPLAPARPGKLLAAYVDLVKRMWTPPPPPA
APSTPRSRTRNGTETSTATKSSAAPEQSSGLLPPTGGSESLSSSCASSVRSFKRATESLSPKKLLHEVTSRFPDFGDYMQ
HDAQELLSCLLDELHEQLNSVASPKPAVTYPDDTSGMPPDEVARIWWANHVRRENSPVVALFQGQFQSLIECTVCGHAAR
SFPPFLFLSVPLPQTNQRLLDVTVVTVASEKPVKYRVRVRRRGTVADVMARLRELDPGLKGRCLVCAEVKDGYVFAMLSV
AKPVAEIRDRDRIVVYEVERSRAAVAHHERGERPVQVSVNSIGGRRGPRMDARLPPAPHDQGRVAAARQAHGQALHYWIA
ADRDARKGHVAARLVRACAAAVRQAACARSAAHAADAADAHGTCIVAALSALAQLVPRPWGESAAVAAGGAVVGRDSHHG
RTTDAARLAASAPSSTKSPRSPTASSSTPPSSQSKGTLAPVSPSSASSSTSTPIKQFPFILRAVDRTGKQCGRCPVISGC
HGCELKPLPIPLNATKHDSYVIEWHKSVKLSLLDEEHEHNSVTSETIDHAASTSGVALEDVLASYVEAEDVPDFDCAKCQ
LRRRARKRETIYRLPPVLLVHVKRFHFDVAGSSKNACAVAVPWRNVDLAPYTTHAAGERMYDVVSFINHLGDFEGGHYFT
AARRGDVWHVFDDDAVHVAAATDPITSRDVYVLCLQRQGVAMDEVMRKWVREVAELLAPPPGTEKTGTSVPAGAAAMDPS
RKARTGRKSAV*                                                                    
>Amac_AMAG_01726                                                                
MPADPTQPPAARSIASTVPDTSVAGPSRRRPRPDDDEPAPATTSDHQDAANDDDWDFDDDEQPKTKKARTRDAVRDDDLY
LDTINRNVLDFDFEKVCCVSLSNINVYACLVCGKYFQGRGKTSHAYVHSLDDDHHVFINLATLKFYILPDGYQVSHASLN
DIKSVINPTFTDAQVRALDTNPKPAMDLSYKKYLPGFIGINNVKANDYVNVVLQALAHVRPLRDFLLLQKEDDPKQSELV
KRFGLLMRKLWSHRAFKGQVSPHELLQEINRASKRAFKLTEQGDPVQLLSWLLNALHTSLAKRGGHHLIHDVFQGSVAIQ
SQKIALTADDPQQQAQGALSAFDADQAVTATQTPFLMLALDLPPPPLFQDEFERNIIPQVALTTLLDKYSGKTPRQYGDT
VKTFQITKLPRYLILHIKRFTKNSWTLEKNPTIVNFMTQGLDMSPCKFDCSVSRLRLDLCAHFAVFRTVDVAGATSMLKY
SLVANIVHEGKPENGQGVYKLFVYHRARAQWYLIQDLLVEEVMPQMIWERADE*                          
>Amac_AMAG_01901                                                                
MPRAAGRVRDRPALLGPYSASSATTNGTASSRSTSASPRSERARSPARRNDNGSAAATAANMARYATRALHLQPDPDDDL
DADDADAAGLLSDAAWANARASATTAGRSDTSAAAALAAAAARARAPAARTPTSSSAMDVDELIEDDNLESDDPIATDAT
HPAIVLPRAAPQLKVAVSATATARPHAPYPETVSMLDTSSDDDDDGDFDSLHGDLDFSPPLRDDDDLSIVPPRKPAKPSA
DEVMRKHFNQGCFNLEQSDFASCRDSLPWLAENTKRLLFHEPESPLGDWVARQALPRMCHAILANAELGASPETVQQVWR
LFEAAVNAFMHLDADRLIHYTKLAEILRLLLSSDPQPVFSTSPSMKGRLIQHFFNCDGPEKLLECAAQPNASLDQLRWAV
QTLAGLGDQAFALATPPDAVDAFMQTKDNLFQLFFDVVHSRLAALSDADTRTVTPNTMFVLLDSLRSLDEVVAHRNARTL
CLALLKCPALDRRLLGITLLRRLAELMRHAPEHAPEHHQWLETEDVLNLVFAGEPHPEIVARAEEVLIELARDDGLSDGQ
IDTFWRLVTRVQTTPIDALLDRTIRNLRPAKLDPLARHALAVPTADWTEPVCAIARSLLERVIALPRCDDVFAFESPEWA
YALLTAVIAGIQHENEGFPPALGATMARWLAELVPDMDEDFVKIFFPNMFQHASRALASHMRVVPSMILLEGLLGVVGPL
PPAWVAAADLDELAAQLDADLQAFARMPVVDQAEAEVEFRTRIAIWQMLRDPDRAREPASAQDVLSLWTAFFGAPNEPPF
LAWLNAVLAPKEDSPTGTVPRHLRETASVEVWRAARDVDPANVTVPLLRVLYRIWNLGSEDGGTLVVDATDKPAGQLPDS
VLFLAPVLIETSDDNVAKVVTQHLVDQLIVHWRTESAHLVVARLVPEMARARSATVLARVVDVLVRLVPMIARWFPPPVD
AADWRPHACARVPRTVVPLTIKATGDGTSTSLDLHVPLNMTSGQLRGMIAQQLQCRAGRLRLIFGGKELASARTLLLPLA
EVGVTAEGGVITVALANGVAGPGVDEGASLAAEVMQDEYQSVLLLLLKSPDRDRAAVVYRLLLVLPSVPLEAVTQQSRMS
ADRPHEYLYLVELLLDRFATMGHVVRLDPMIASLPQLDVTDPVQRECFVRTTDLLAAVLPTTPIDAGELARLVEMSVLAM
ATNAAPAEIAIAAIHVLVAVGRLDSDLDAPVLDTWARAMGDSLRAGWHAPAVVDLVAAQIAALVGPAESPPTPAVTAIRA
HLWSRVTDAMALPYYRVMEAVFAADKASRAAQFPAWEAVLDALHARINPGIMNLLAFMIEQDADAVPHEVVATWVPVVFH
AVYKGIEDLDLGATFEDRERLAAAVTRLLGRMAAVPGEHVQVVHDLLLEFLAEDGLQCTEWEYNPRVFCRSHYVGLRNLG
ATCYQNSMLQQFFMDPVFRNAILTCTTTSAPASPAQPPPITADGAAAAAPDAAAPAAPAAVPEPDRFLAQLQAMFAHLHA
SQRHEYDTRPFVRTLKDFEGKPLNEHVQMDGDEFFNMVFDQLEAQVQDLPQGRLLTQRYGGKLQHLVESACTHKSVREEQ
FHAIQCEVKGQAGLAESLALYVRGDALSGDNQFRCDECDKKVDAVKSTRIRELPERLIFHLKRFDFDMERFCRFKVNDNF
TFPHMLDMRPYLTAERQLELENDPAAAEFELVGVLVHTGTADSGHYYSYIKCTSAEPPYSAEGDWFQFNDCTVTPFDAAH
LPTLAYGGDGKQYSAYMLFYQQKQRPIDEVQARDVTVPDKLLAPIQVANRRLVRDTLLFDWHLIDLASTLAAQNGLMRPY
LYALLRVVVHSHDLAHALPVLRGAFHAKVLPDDADWLIAALIKDGPNVLWHYLMLNAIPDARRAIRAVLHVAIEAASPSA
MMQLAATLATIVATRELHYFSRVWVNFMQVCNQVCSHAVEPFVPFGPMLVQLFENADWYPTAGSTSDVMDVDGVDATIAA
AADDVLPGFDQLFLMISTIAQKGVGVDDVLMRRLFDLGTKRQPRFLAHALDVIQDAETLRQGLTQIGERFPAPLVQVLGL
LLVPAANIRHLDVILQVLFHLVYPQDRGETADLAVRALLAALHRTEYVIDPVRAPFVADVLKVVLRIAQVHGNVLATVLD
TRLLHWMTVALPGPTLAVREAALALWVQCAIPPAQAMMFLVSVAVGCARQGLVQQYFAQRLDPARNACGSYLLLLQLMYE
AAPAGVAHESAVHLAKFVHMFLTSIKDAFDDERLMALMLAHRLLETSAHVGTLLGVLGAPLFTLHLPNPIPLGSPNIDQY
STTYLSIITLLQPAHAAVLDAHAASIGSAVAMFPWISACTAAASAAQVVQWAIARDSMAAAFTRALWMQWTAARIFPPTH
LDRTLSLVEVAAVNAAACMDQRPEVARLAACGAAGVLAGMLTWMVPARIPPTTLLGVPRESMAEDEFRALVERAVAVYVR
AVLKVVAGAAEVEVEVGGSAKVGGAGAFVPAPWRLPEPVVQTVVEKVRAGPPVAGLHEVLLLQWAHAPLPSVLDGAFFDI
AQECASNVRSAASRYALARLAEEQETVCALPRDQVLVLLDRVEQLRLLAHAGDEAATSAASSIDVWAALQAWVSEEEEPA
VDGDTVEGADTGDAEMLVEEGTEGEGDVAGEGQC*                                             
>Amac_AMAG_02667                                                                



MGPTQPVPSGSGGSGITSLLSGRRKTVCPFAEPILFKESRPIGTKSSAAASGTNSSTTSPSPASTEPTDVGDGQPVPVRV
LFPKSQLALKHIEITRAAAGLRNGGNSCYCNSTLQALLSLPPLANLFRSRAHSASCSSKRECYLCILEDLHKSMHSGTRV
VNPKQILQRLQKIGREFTPYRQADAHEFMCKLLEKVETGLLAPFKSLQLDYASKCTTALHQIMGGWVQSNVRCPRCPYSS
KTFSMELAPALEIPSGVNSVEEALHKYTSPEVLCTGNEWKCDGCKQKVNASKRMTFHQAPAVLCLQLKRFAYGARGRVKI
NRPVAFEAELNLTPYMTASVGDHGTLGKGKKSRTPAPGSATTNGKRITYQLQAVIVHSGGAHGGHYYSYVKAANGIWFEM
NDERVSQVSQSTVLSANAYLLFYTVDDLRMTERGFLTTAAAGKGKAGKSAGILTPPPSVSPSPERAVAEPGSPVPRDRNL
DDDESGSDSDAPAPARKRSAKMQRVAELSKRDRVRLLKALKLHAKTKGPLSAQDKQMFALRWMKRNLVVADDTLEDLMDA
PPRAALKAKVEAVIVEKVKRKLAKRMADAEATAKDLREAGSDEEEEEEKVVVSPKQKKKTAAALVAATVTPPETDSDAES
APVPRKSTSLARVPPETAASDSSDSSDDDNSDDEPAQASTARAPQSDSSDDEDDDDEEAPSAPQPTAAPKFSPALAAAFA
AVTAKSIKAKPPSGKPAKTLVMFDPKSADSTSSWSLAVDKPEDVREAVEARYARSYLDQQLKNQQGKRKRPDKYDADYDR
GKTKKVRANAKAQDASMRETGGHRDKFNAAFQMIRAGNIPTPSPKSRPDWPQFKRGGGRGGRGGRGGRGGRGGRGGRGRG
RGH*                                                                            
>Amac_AMAG_03031                                                                
MTAHPVSMPPYASTTPAMVNEHHDHAPSTKPDPSDCPHLGPALSSSPALVANIQLLRRYSNAVAKGVPWQNALTVGYQNG
HFNGMQVPLPEQPMCAACGYWRRILVFLQCPWDVTQGAVYCVQCADFVYHDDLDSDDDVPMFDAETQQLVDLFSERPQKC
ASLRGLKNLGATCYLNVILQSLCQNPTLRDFFLSDGHSPLTCTQRPCIACALDSICSQLHSGHTHPLAPTAFLATLWSAR
KDVASSGQHDAHECFMSVMNALHAALAPAPAPAPVPGPAAQDPPMATKELSIAKLPPSLCFQLKRFEASGTTSTKIETPV
AVPTTLNMAPFAARDVMHDRTLYGLYAVVHHRGQLHTGHYTVYIRQSDHWFRVDDKVMQVLDSEVTGANTYMCFYSQIE*
>Amac_AMAG_03058                                                                
MPCPHVAASVRVPARGAAVYKDECSQCFHDWDQPDGVDVCLTCFNAACPNVHGIAHAFQRGHPVAVNLRRVPKPQPQRPE
GEPPAKITKLAIAAESDAEKYSIVSSIKCYDCSETDLPAAGQADAAIKAILDASTTAMQNEIKAWELEITPCEHTLCLEQ
GPAKQLDASLAHCGACELNENLWLCLTCGHLGCGRAQYGGLSGNGHGLAHATTSSHPVAVKLGTITPEGSADVYCYACND
ERTDPHLAAHLAQFGINVLTQTKTEKSLVEMQIEQNLKFEFEMTSADGQSLHPVAGPGLVGLKNLGNSCYVAAVVQSLAH
QPEWASRYRADMGAAADHVEQCSAQHAECWECQWSKLVTAIAQGHPHAVAPAQFKHLIAQGHADFATMKQQDASEFLVHV
LKKVQQAEKKTGKDPSAVFHFVQAQKLECTQCHGVRYAETDANVVNVMVPDEALKRALKASENDPPVTVDALQCLRDGMR
EIVPFQCPRCRANVEAIKTIGFKTFPKVLALTAQRFTYDNWVPKKSNVHLTWPAADASSNLDLSFLKVELLPTDHVLEDE
PAAAASAPAPDSEELQQLVSFGFPRGKAKRALAETGNHLEAAMNWLMDHPEDIPDEPEPTPAGGVAVDEGAVAMLMDMGF
TRAQAAHGLRETQGNMERAVEWLFSHPEAGTESEQPAASAVARLDVGDKSVYAFDAFINHKGPSMHCGHYIAHVARREGE
KLQVVVREGEEVSAETRQRAETAPWVMLNDDRVVAQTNVHPLLEEAYVYLLRRKE*                        
>Amac_AMAG_03290                                                                
MYPARAQAAPPLPPPPATHHTRRPSLKQLFPSWPGHSRAPVTNAEDHERAVSALLDLIPENCPVATRAHAEWALAATGGM
SVRAAAQYLEDWSEALAGAIHPPDLATAPATLRGIENSGNTCYVDSLVFALFACSDALDAVLTQDLSIRPVEVPVAAGAS
SDADDDDFPLAKTVEGPDAPSPPETGPALEPASLAPPPPTPEELHRAALLQNVQTLLVLVVNRLRKGHLVTKYDVRHLEA
AIKALWRDVGTNAGLIGHQEDVSELFLLLVQCFKAPSLPLWQTIYHGGRADANDDMRIVTERCLALAIPDPKCKDPVHLE
QLLASYFFDNRVSQIWRKVPKRHARGPVDQVPRVRRFDSSVSVESFMTTKVDGWSMMKLLPFLAGEDEAGERSTLLLPSS
HTADQRMLVPMVLKRYYLKDQGPGKPPLPKRCARQVLVPMDIRFDAFTTDSSSSDNLAAPQHAGSTLVLRAVICHLGESP
TAGHFVTYVNATPPTCTDEASTAAAAGPTWLRFDGVKDEGKIQCFTTTAAITRQFMDEVAKNAYMLFYEWVPASQSTVVA
DESETDVLVAASSTQDTEDGHLALEMQLKEYRKRRGLGRRDECLIM*                                 
>Amac_AMAG_04101                                                                
MTLDTIAAPSDHSHDSAAAMKQQLAAPNIVVSASTPTIIAAPPLKILISSHPPAARSSPEAVMDRHTSPQSNGSPCSATT
PSTSLSDRSLDDVRDLYRAVLRSVAPNQAGPTTDSGPALISVLVRDLKPILCPSFLPSPLFSKLMATFIEDPPASPLNGA
VPNAPDPATERVDVTKVFATIACCVQGDLDAKLAFVFDLFAQRSARCEGGVLTATHGDVVTAKNLERMLEALWKLGDLQT
WTAPPAPAPATDVCSSIPVPSDLRVLVESAPRDGTDGETTFPAFLEWIRSTPATLHLLDKLEHMTRSTDGPRLAQHECDL
VRDAVHATLLGPGDRVCVISKRWWTVWCEHARYSDSHDILVETASDADLAIPPGPIDNDDLLDRSIDNAAAVFSLGPPDD
VGLGDRAVLTLTRTSMHHHLLPNLAEGIDYVTVPRAVWDHLSAWYGGGPCIERALVPRLVRRGSLTGDRPTTSRATLTRH
RQADCVVELYPTCLTVAIDESVLPDAAGAPRSVRLVVGNDVPLAAVVEYVHVVFPGLKTVAWNFARDGSAVLDLTTAHHH
PIQILGLGKLPILTVARQDPDRPWPVSSSASSLPLLQEPSADVTAPSRSDAATSPGIPSHSGGTTVTVDGQRGDGLIGLD
NLGNSCFFGSAVQLLSSVALFVDFSSTIKRMWIPPPPLAPGAPSTPRSRTRNGTETSTASKSSAAAAPDKSSGLLPPGGT
ESPSSSRASSVRSFKRTSESLSPKKLLHEVTSRFPDFGDYMQHDAQELLSCLLDELHEQLNSVASPKPTVTYPDDTSGMP
LDDVARVWWANHVRRENSPVVALFQGQFQSLIECTVCGHATRSFPPFLFLSVPLPQTNQRLLDVTVVTVASEKPVKYRVR
VRRRGTVADVMARLRELDPGLEGRCLIRDRDRIVVYEVERSVTSPAMNASPSFMDLVSHQAAPRSRTVSAASGLGATLSK
SPSMASVTAAGHDWMRIYILHRTAKAEWRLLGKRTVKHCIVGLPLIMTPAKDMTQLDLYELVQQRFAKRLALGAPLTPLT
PPTPTAPASSPLSPLSLNLFRGRGKSRPRSPLAAPLSSPRSATPPSPTSSQSTGTLVPASPSSTPSGTPTPIKLFPFILR
AVDRTGKQCGRCPAISGCHGCELKPLPVPLNATKHDSYVIEWHKSVKLSLLEDEHEHASFTSETIDHAASTSGVALEDVL
ASYVEAEDVPDFDCAKCQQRQRARKRETIYRLPPVLLVHVKRFHFDVAGSSKNACAIAVPWRNVNLAPYTTHGAGKSMYD
MISLINHLGDFEGGHYFTAARRGDVWHVFDDDAVHVAAATDPITSRDVYVLCLQRQGVAMDEVMRAWVKEVAELLMPPPG
THKVNGGVPVTGAPPSESSRKTRAGGRKTAV*                                                
>Amac_AMAG_04216                                                                
MPADPAQPPATRSNGSMASDVPAAGPSRRRPRPNDDKPPATSDLQDAANDDDDWDLDDDEQPKTKKARTRDAVHDDDLYL
DTINRNLLDFDFEKVCCVSLSNINVYACLVCGKYFQGRGKTSHAYMHSLDEDHHVFINLATLKFYILPDGYQVSHASLND
IKFVINPTFTDAQVCALDTNPKPAMDLSYKKYLPGFIGINNVKANDYVNVVLQALAHVRPLRDFFLLQKEDDPKQSELVK
RFGLLMRKLWSHRAFKGQVSPHELLQEINRASKRAFKFTEQGDPVQLLSWLLNALHTSLAKRGRHHLIHDVFQGSVAIQS



QKIALTADDPQQQAQGALSAFDADQAVTATQTPFLMLALDLPPPPLFQDEFERNIIPQVALTALLDKYSGKTPRQYGDTV
KTFQITKLPRYLILHIKRFTKNSWTLEKNPTIVNFMTQGLDMSPCTLRYLISRLRLDHPAHSSLLKYSLVANIVHEGKPE
NGQGVYKSFVYHRAQAQWYLIQDLLVEEVMPQMVSLGESCLQIWERADE*                              
>Amac_AMAG_04396                                                                
MVPRAPPQHHRAHTSTARRRRRTTTCIEDDDASNYRRQHRQLRQQTAAAPPSRTMPSSARPRPSAAPSTSWKMPPSAAAK
AGSRRAKAPAAVASPQPSGAAAPAPRRLLSLSSAFSPPRASLRTAKGARPVAPPPPPPTTATHAPALRSPKLGRIAFSAR
SFVPSSARPTAPYLATPVSGTSASSTRPASALSTARLARHVPASSDATAAAAAIACARVTSAAVREPLARAVIMSPTVSL
ASLVTAPLPPIASGKDHALVVSPRTSHTPLSYLLGGHTAPVRESVVLTLDQLMRAPPPPPVNLEQYAGTGDMALIGLANI
GNTCYMAAALQGLASVDVLANYLLGIEDADLNPYSDTKGQLALALASLLREMHAARGAVSPRAFKREVERWAPHFQGYDQ
QDAQEFLRFLLDGLATDLARVRYLAHFAVAERDEDALPPHLKACVAWAKYQHRSASAVGDLFAGQLQSTITCLACGQKSV
TFDVFWDLSVPLVVRREPQEPGGGRNGLYGRPVLAPVALEDCLREFARDEELDPNEWYHCPRCQRRERSSKRLQVHRAPP
VLVVHLKRFASLRAKLSVPVDFPVDHLDLSVAATAPVPATYKLVAVVQHYGSLAMGHYTATVRRSGDRWFKANDSTVLQV
EPGNWATDAYVLFYQADPPWPPPPTPPLPPPLG*                                              
>Amac_AMAG_06138                                                                
MPAAGAPDSDEQLTTLATTLAAPPAPRDRATDHADHDPHPPPLRARAMSALPGMLRSLRRSRSRPQSLDQHAGAALTASG
SSPTSSPAAPTGSASSMTGSTNGAPSTTPPSVPPLPPRPSLHRPSPPSPSPPLASATPADRDAAITSVTALLPADAPVRD
RAAVEQALAATAWRSIDAAVEYLDDWTAAQNGKLYPIDPNATTWLQGMENAGNSCYIDSLVFALFARSTAMDALLTQDLA
VTLAAAAAEENDVSATSSRTSGTAPGPATPIEQTDRYKHMRAVQVQLTLVINRLRKGRLVTKLEMAALEAAFKHLWSLDG
TNSGQTNKQEDVSELFLLLTSTFRAPFLPLWQRIYHGGTHDAHDDVKVCTERALQLGIPDPKAKQPIALEKLLADYFFDN
KVTHIRRQVPALPMSAKLRKEFERDGRALVQPDAVVSTSSAETDRDGMLVDGWSMMRLLPFLAGENEMAESRSNQICAPI
GEHSTVPDHAVPIMVPLVLKRYYVKDTATGKAGTPKRIQRRVLIPVEINFDQFTATSSTSPLDITRPTFALVLQAVICHL
GDSLTSGHFISYVNGGPSRMASLQRLLSQLERAYSTGTEPATPRPSSAATAEFPSAAEEKEALAAAAAAVDAALDAALAN
PGAHGAEWASAPSDDTRPTKDPPMPDHMHTVRAHDRSRSPPPPHSAPAAPPPYSKAAPTHARHAPPPALLVVPPPLGIPL
QRALTAPGAPSVAGDPARYLRATTHIHHHHHHHTTPPTPHAMLFGSSASTTAADVATDRSPTWLRFDGLGPAGAKVQSFT
STAAITRQFMDEISKNAYMLFYELRQFNPVPPADVTGTDAVPVELAAALAADTDSLESQMGPPGGRRASAPNLRDQADFV
MAMKMQAKEYKPKKGENACVVM*                                                         
>Amac_AMAG_07401                                                                
MATIPPPSLPLDLFSYGMAAVGSLFVLVHVSQYLASRKRKADDDAPLPAGKARRKARAKTSSKHRKEHASTTSASAEADP
AEAVEGDETEREREHAPQQRRHARSLATLDALRVYLDARTAAILRDEALADSPHAEIPIGVAARHAVTLALRSTLADLRV
PRTSRTSMAPMPLMRALNRTKRGLLNMDQQDAQELFQVLISAVADEHEAAGKRLQLIPSLGDALAEDEDEDVADAWSAAH
PRSRAAQLASAAVAALNAPIANPCTGILASRLACTVCGYTPPIRHFPFNNLSLALPVPSGWSAASGVSLDQALAMYTAIE
TIADACCRRCTLRAAAAGLARQLAAAQAHVASAAETVRKLQLQQAAAPGRNPGPTTSTAGGRKPVPATTAGPGKRRTSHK
QKQRKPAPRSPSPPRARSPSPPPPATAAVPPADDALHSARRAHRLAAAQATHTDRAAIASRVQTALECITRALQMHDEEN
TFAWPAEALDAVKAARAETPHTKQMMVARAPRVLALHLNRSTVVGYRVIKNPARVQLVEVLDLGKACTAGDLDTHPLRPL
SAGLNAAAAAAGMGVLSRVPRPVARPVARVVYGPMLAPLTRPRAPPSQPGHALPTPPRSMHGGSESPSPVLAPTVPATRR
STAAAAPQVRYLLQAVVVHYGRHDSGHYVAYRRAPATTPGEVSPFWLRVSDESVAVVPRREVLACGTDAAMVFYERVDEE
DDEEEGEGVEEEVEDAMEVDSPVQETVPLVSAGSSRGVFGEMVEESE*                                
>Amac_AMAG_07450                                                                
MLDDLGSNYKPVETADIVWNIESWAKLRTENRVTSPPITLGGRQWRILCFPNGNNADKVALYVMLDDWEGRTPAQAIPAD
FVLGMVHPDNDTQCHFQYSNHRFGEIELDWGFTHFVALASLGQYVHQDRTLLFARIRMLEDETGVLFHSFKDYHSKTVTG
HVGLKNQGATCYMNSILQSLFCTNYFRKAVYQIPLPKDDEHASKSVTLSLQRLFYFMQTSDDAVETNELTKSFGWNTVDA
FAQHDVQEFLRVLTDNLEEKMKGTPADGMIQRLFVGQMKSYIKCVNVDYESSRTEDFYDIQLNVKGMPTVYDSFRDYIQV
ETLEGENKYMAEGYGLQDAKKGVVFTKFPSVLHLQLKRFEYDFMRDQMVKINDRYEFPLDLDLDEFLVPPTPAEGEEEEA
DVPPPGPQKYHLHGVLVHSGSVDGGHYCAFIRPRRENKWFKFDDDRVVPVTLKEVLDDNFGGEYPAAKRPGLGGAAPRAM
GMVHKRFTNAYMLVYLRESDYDTTLCEVTENDVPAAIRDQLDRERQEHEARLRDIREREFMLHVRIIDDAAMRNYNGLDL
WSFGGATVPNGEWNKRFHKHETAWPAVQKAYAADRGIPEDRLRFWLLTPRENKTLRPDAENVISGPDMQLNLETLQKRHT
TTPNSWPYEIRVYAEVLSESETADAAPVAEPADTDMPPLEVAAPLAPAPMPRADYVSATMLLFIKAFDVVSQTLTIKGHL
QVPRMTLPRDIFPQVAEMLGVPAGTDLRIFEEVHATLISPIDPARPFATQEMTDGDIMAVEPVLDDAAAAIAALPPGTPR
SVAEYYEYLQNRAEVVFKPRHPHPEGGESPVHPNPTREVALSLSKRVRYDDVAARVAHELGLDDPMKLRFTSTYVSEMPR
SVIRPTPSVTLGDMLGATPYQFRAPLGADPITAPPVTVLYEVLDVSIKEFESKRSVRATVLVPGKEESVDVLVPKTSTTG
TLLAAIADKAGIPADLPVRLYEVIGHKITREFAGHESLTVIPEYTMFVVQAVPVAEGTVHHVGVVHMNRTPSLLHGTPFK
FPVVQGEPMATTKKRVQQYLGYSDKDMTKVAFKLVPLGALSEQAAKEVEDDQVLADLLVSGPVVAVAPPAYSDVVAGIEP
PTPAAMGTQEAVYSSTIALALDHPQRRQSRMMSSLERGLRIFN*                                    
>Amac_AMAG_07762                                                                
MARGTSPSPARPAPSPSPPTAAPAPASRPTSPPATGLWNSIKRLPRLCSPADADDRVSLVAVAPDRRLQTVTADQPVVAP
AAAPEHALGSPRHGTRTPARSLSGPEIDMVEIDHLVNKHMRTLVTKSATSMSPSPSMVKACAQAEHEDQRQEYMMAYVMY
LRFCTMVTETLRDFPLPPGDIRDDYRALQARVPNVLKRCETLKHTIKEIKREELIRARLASPGRIASPARAASPASMALY
RSASPALSHLRTPLPPRTDSVRSSSVAPVSPSSDLPLSISTPPSTVRAVAESRPRSGAPHADAVFYYKSVHDKPASIVRS
SRIHSPAPTDHASSRPPPPRSSRDSRPSSLDPRGWGSQQLDSDRASLRLTAATSHLPPPTASATLHHDQQAVLGSVSPRG
SAVLGSPRGAASPRSLRPRSASASSTASTATVGDPVAKALTRLRLHDGGDPVARLMGGASPNVPGVVGLKNLGNSCYMNS
VLQCLYATEPLKKYFTSRKFFDDINEDNPLGTGGTLSTAMFHLLLKMEKALGTFVAPSGFRDTLASNAPQFADFDQQDAQ
ELLAYVLDALHEDLKRPPPHAPSPPLSDEPDLATLTAAQASDLAWTRYLASNHSRIASTFQGLVRSQVKCMTCDKASVTY



APFTTLSVPLPRRARPATGSEIALDECLAAFVHPEILEGENMWRCPQCDVPVRAEKRTTIARWPQVLVVHLKRFTAGSGP
RARRAKLNHLVRFPERGLEVGRVEGGAEEGREGGEEEATASNPGVYDLYAVANHYGGLDRGHYTAMVNHGDKGWFMFDDA
RVAHHTEDQIVTPAAYLLFYLRRPDDTGADQTDSSIRSDVGEPLD*                                  
>Amac_AMAG_08301                                                                
MTTIPPPSLPLDLFSYGMAAVGSLFVLVHVSQYLASRKRKADDDAPLPAGKARRKARVKTSKHRKDQASSTSASAEVSPV
EAVEGDETKREREQASQPRRATSTVATIPAHALTPPLACGLVNMGNTCFFNSVVQSLATLDALRVYLDARTTAILRDEAL
ADSPHAEIPPSVAARHAVTLALRSTLADLRVPRTSRTSMAPMPLMRALNRTKRGLLNMDQQDAQELFQVLISAVADEHEA
AGKRLQLVPSLGDALDEDDEDDALDAWSAAHPRSRAAQLASAAVAALHAPVANPCTGILASRLACTVCGYSPPIRHFPFN
NLSLALPVPSGWSAASGVSLDQALAMYTAIETIADACCRRCTLRAAAAGLARQLAATQAHVASAAETVRNLQAPAPARGP
GPTASAGRKPAPATTAGPRKRRTSHKQKQRKPAPRPPSPPPARSPSPPPPTAAAPPTDEAPHVTRRAHRLAAALAAHADR
AAAASRVQAALECVTRALQMHDEENTYSWPAEALDAVKAARAETPHTKQMMVARAPRVLALHLNRSAVVGYRVIKNPARV
QLAEVLDLGKVCTAGDLDTHPLRPLSAGLNAAAAAAAGQAPRVPQPVARPVARVVYGPMLAPSLARSGKHALPTPPRSMH
GGSESPSPVLAPTVPAPRRAAAPPQVRYLLQAVVVHYGRHDSGHYVAYRRAPATTPGEVSPFWLRVSDESVAVVPRREVL
ACGADAAMVFYERVDEEGEEEEEEEVDAMEVDSPGQDETVSLVSAGAGSSSRGV*                         
>Amac_AMAG_08666                                                                
MPPSASTTSSSAPPPTISAPRGRSVAGLSPSRSASPSSSSSPKSTLPSLKKRTRRFLLARRSRTSPPMLDAPAVAFWLVD
PPPELTVPLLFFTPPETDVVDRDNASLPSAPAVSAPAPAPAAAVPAAPAPEPAPTPASPSSAVPHIPALPSIPLSTPIAP
WARASPSASPKSSAPPSPAAASAPASAQALRGPGPKPKLPSRASSPTPSEAKNSPKSAAAAAPARSQSRGRPGRPAGPPT
IVTAATAPAATAGPAPAPVSAPADGRAWAKAAKAGRGSATAASLPASPTANGPVSAPAAAANATGSENGKPARSPIRFLQ
ADYQDAAATTTSLRKRDASPPAKPTAAAATPAAAPVTAPSPAPAPAPVPAAPPSSWAALLKAATAPTAPHLGDRGLSPVG
EADDDDGDATDTSTTATARPTTATTTLTAGTSASSRPSTASTTATITPSAVFQNGLDRGSTKLVAMGTLAQQYREEPVTR
AVPISPRGLLNNGNMCFLNVILQPLIHCPPFFALVRTIAHRVAHSMRDNTQLIEAFVAFFREYAGSALGSAAGAGQAKPA
SVAWGARPSAATMTPDPTPAMATASERMVNGVDPEALQPEVIYDVVRTQRKMSLVKGRQEDAEEFLGFLLDGLHSEFVAA
AKSAMEAVTARASPDPNEGEWLEVGHGKHKTSVTRAVTVHDSPITRLFGGRIRNTLRVPGQKDSVTIEPFQALPLDIQPD
HVTSVAEALRLLVKPDVIDEYPAADGSLVEAQKQAHLDRVPPVLVLHLKRFLFDHRTHDTVKLGKHVAVPARLELEPVLW
APRPRARSLQRSGSPTRTRAAHDWAHVAAAAVPPKPEPARDTEYRLFAVVYHHGHTASGGHYTCDLLESEANGTWIRTDD
TDLARVATADVLAEKPDREPYLLFYEAVNRVDRSADAAGAGVPALGPIKKRANAVVEIVGNAVEPAPAPVAAAPSTSSAA
ASRTAFPASARTSSPVTASMSRAPTIASTPARTASPVPPAAAALPNGIDAAPTPDRATAPSPPAAPVQEAPFTVVAKPQK
KKKNDAPHLQHGGYSHHHQYGSSGRGANRGRGSAYRGGAGGSGRGGGRGGYARSGSSDRAPRTQ*               
>Amac_AMAG_09158                                                                
MTFDFQPLGAYLSALPRNTAPGGGPDAVTSVHYDLRQELLWVGHSSGSVRSLAMPAAEPYTAHQAAYEPISALVTDRRFN
NGVLALASDTVKLVGRRGVPLWSVSAKQQLRTATLLAMAPASLRPTHELVVSCNFARMAVIHVERGAVLRDITADKADIL
FLHPCASNAVAMATQAGAVSLLDNRSWRITATFNLPSAPLTNLTAVGDNYLVASGFQRGQATVDVIDVRASAKLGTIAVA
ARLLQHLETDRHAIAVADHTATTLDIPNLRIESSFTTFGEQLATADVPAPVYSCLDVSSTGDLLALGDTLGHVHLFHRMR
DPATLEFPDLPPTVNPVSDPITVPSLVTAMDSIPWDESIPFTDFGMPYYDAPLLSGQWPGKLAHTVGLPPPTIDPRIMAN
ARGSTSAVLFAPKPASVLRNQWPYRAPAETPRFKSAKSARSRSRGRSATPASPRPVVDDYKQMTIQYSRFGVHDFDFSFY
NATEYGGLETDVPQSYANNVLQALFFAPTFRSAAIAHALAPTCTRDLCLLCETGFLFRMLEQAHGAHCRAANWCSTFAHL
PETLALNLRENRAVPFPSYATTIQHCTRFLLDQFHREAPGAADAFRILWEAESECMGCREPKGKRVETWSVELGYPGLRQ
NHESTTFTDLVHGALVSQETARVWCDTCRQYKSVTQRRRIVALPSVLHVHCNVKRDWNTDWWCTKGTRVVVGAHAPFLAP
RIKIAVTESGEPCVSEPEEGDEMGVYELMAVICEVTDGTPHIISHVQTKPGEWVLFNDFRVRQVPDNHVFQFPNWKIPCV
LQYHLVKPADPAPPTSTLPDPSTTTTTPDLESNLVHILESPQVVNPGLCTPLADPLTAADLSGPDRHHPFAIDAEFVSLS
EEEAEYTSDGLKTVTRPAHLALARVSLIRGGGPRAGSVAVDDYIEPRDAIVDYLTAYSGIHAADLDRHASRHELVPLKAA
YRKLRAMVDLGVVFIGHGLAQDFRIINLIVPPHQIIDTVMLYQLPHKHRKLSLKFLAWAVLGIDVQRGDHDSIEDARTAL
ALYKRYREYEENLAAWEDFLYDVYALGHAHGFKPPAAAGNEGVTVAGAVSPDVVMWPPLPGGGSGGARS*          
>Amac_AMAG_09242                                                                
MNAAGAPDSGEPTTTTTAAATATAPAAPPARDRTADHSDHDPRPPPLRARAMSALPGMLRSLRRSRSRPQSLDQHAGAAL
AAASSPTSTPAAPAGSASSTTTGSNNSTSTPPAVPPLPPRPSLHRPSPPSPSPPLASATPADRDAAITRVTALLPADAPV
RDRAAVEQALAATAWRSIDAAVEYLDDWTAAHNGRLYPVDPNATTWLQGMENAGNSCYIDSLVFALFARSTAMDALLTQD
LAVTLAAAAAEENDVSATSSRTSGTAPGPATPIEQTDRYKHMRAVQVRLTLVINRLRKGHLITKPEMAALEAAIKHLWSL
DGANSGQTNKQEDVSELFLLLTSTFRAPFLPLWQRIYHGGTHDAHDDVKVCTERALQLGIPDPKAKQPIALEKLLADYFF
DNKVTHIRRQVPAPPMSAKLRKELERDGRALVQPDAVVSTSSAETDRDGMLVDGWSMMRLLPFLAGENEMGEHSTVPDHA
VPIMVPLVLKRYYVKDTTTGKAGTPKRIQRRVLIPVEINFDQFTATSSTSALDITRPTFALVLQAVICHLGDSPTSGHFI
SYVNGGPSRMASLQRLLSQLERAYSTGTEPATPRPSSAATAEFPSAAEEKEALAAAAAAVDAALDAALANPGAHSAEWAS
VPSDDTRPTKDPPMPDHMHTVRAHDRSRSPPPPHSAPAAPPPYSKAAPTHARHAPPPALLVPPPLGIPLTRALTAPGAPS
VAGDPARYLRATTHIHHHHHHHAPPPTPHAMLFGSPASATAADVATDRSPTWLRFDGLGAAGAKVQSFTSTAAITRQFMD
EISKNAYMLFYELRQFDPVPPADVTGTDAVPVELAAALAADTDSLESQMGPPGGRRASAPNIRDQADFVMAMKMQAKEYK
PKKGENPCVVM*                                                                    
>Amac_AMAG_09737                                                                
MARGASPSPARPAPSPSPPTAAPAPASRPTSPPATGLWNSIKRLPRLCSPAAADDRVSLVAVGPDRRLQTVTADQPVVAP
AAAPEHGHLPRRGSSVQDGGYANDHLATSMVVASPRHGPRTPPGRSLSGPDQIDMVEIDHLVNEHVRTLVARSAASMTPS
PTMVKAARRCLTTAEHEDQKQEYMMAYVMYLRFCTMVTETLRDFPLPSGDIRDDYRALQARVPNVLKRCETLKHTIKEIK
REELIRARLASPGRIASPARVASPASMALYRSASPAMSHLRTPLPPRTDSARSSSVAPVSPSSDIPLSISTPPSTVRTVT



ESRPRSGAPHADAVFYYKSVQDKPASMARSSRVHSPAPTDHASSRPPPPRSSRDSRPSSLDPRGWGSQQLDSDRASLRLT
AATSHLPPPTASATLHYDQQAVLGSVSPRGSAVLGSPRGAHGSPRSLRPRSASASSTASIATVGDPVAKALTRLRLHDGG
DPVARLMGGASPNVPGVVGLKNLGNSCYMNSVLQCLYATEPLKRYFTSRKFFDDINEDNPLGTGGTLSTALFHLLLKMEK
ALGTFVAPSGFRDTLASNAPQFADFDQQDAQELLAYVLDALHEDLKRPPPRPLSPLPSDPDTTTLSAAQASDLAWTRYLA
TNHSRIASTFQGLVRSQVKCLTCGAASVTYAPFTTLSVPLPRRARPATGSEIGLDECLAMFVHPEILEGENMWRCPQCDV
PVRAGEADDDCTVAAGVGRAL*                                                          
>Amac_AMAG_10106                                                                
MHIGFCTQCADNTQLIEAFVAFFREYAGSALGGGQGKPAPSVAGVAWGARPSVASAATPDPTPAMAVASASMVNGVDPEA
LQPEVIYDVVRTQRKMSLVKGRQEDAEEFLGFLLDGLHSEFVAAAKSAMEAVTARASPDPNEGEWLEVGHGKHKTSVTRA
VTVHDSPITRLFGGRIRNTLRVPGQKDSVTIEPFQALPLDIQPDHVTSVTEALRLLVKPDVIDEYPAADGRLSRHRSRRT
WTVFRPCSCFT*                                                                    
>Amac_AMAG_10309                                                                
MTAHLVSMPPYASTTPAMMNGRHDHTSAAVPDPTDCPHLSPALASSPALAANIQLLRRYSTAVAKGVPWQNAPAVGYQNG
HFNGMQVPLPEQPMCAACGYWRRILICLQCRTSCCAKEAHMQGHLAATGHPFAWDVTQGAVYCVQCADFVYHDDLDSDDD
VPMFDAETQQLVDLFSERPQKCASLRGLKNLGATCYLNVILQSLCHNPTLRDFFLSDGHSPLTCTQRPCIACAFDSICSQ
LHSGHTHPLAPTAFLATLWSARKDVASSGQHDAHECFMSVMNALHAALAPGPAPEPPQECDCAVHAAFGGTLRSVVRCGA
CDRSAVALDPFLDISLDVRGESLLQCLARFTALEAVPGYSCGGCQGPAMATKELSIAKLPPSLCFQLKRFEASGTTSTKI
ETPVAVPTTLNMAPFAARDVMHNRTLYGLYAVVHHRGQLHTGHYTVYIRQSDHWFRIDDDKVMQVHDSEATGANTSGTAT
AASATLFSGAN*                                                                    
>Amac_AMAG_10335                                                                
MPCPHVASVVRVPARGAAVYKDECSQCFHDWDQPEGVDVCLTCFNAACPSVHGIAHAFQRGHPVAVNLRRVPKPQLQRPE
GEPPAKITKLAIAAESDAEKYSIVPSIKCYDCSETDVPAAGQADAAIKAILDASTTAVQNEIKAWELEITPCEHTLCLEQ
GPAKQLDASLAHCGACSLNENLWLCLTCGHLGCGRAQYGGLSGNGHGLAHATTSAHPVAVKLGTITPEGSADVYCYACND
ERTDPHLATHLAQFGINVLTQTKTEKSLVEMQIEQNLKFEFEMTSADGQSLHPVAGPGLVGLKNLGNSCYVAAVVQCLAH
QPEWAFRYRADMGAAADHVEQCSAQHAECWECQWSKLVTAITQGQPHAVAPAQFKHLIAQGHADFATMKQQDASEFLVHV
LKKVQQAEKKTGKDPSAVFHFVQAQKLECTHCHGVRYAETDANVLNVMVPDEALKRALKAGENDPPVTVDALQCLRDGMR
ELVPFQCPRCRANVEAIKTIGFKTFPKVLALTAQRFTYDNWVPKKSNVHLTWPAADALSNLDLSFLKVELLPTDHVLEDE
PAAAASGAPAPDSEELQQLVSFGFPRGKAKRALAETGNHLEAAMNWIMDHPEDIPDEPEPTSGGATAVDESALSMLMDMG
FTRAQAAHGLRETQGNVERAVEWLFSHPEAGAETESSSAAAPAVVRLDVADKSVYALDAFINHKGPSMHCGHYIAHVARR
EGEKLQVVVRDGEEVSAETQMRAETAPWVMLNDDRVVAQTNVHPLLEEAYVYLLRRKE*                     
>Amac_AMAG_10745                                                                
MPAATNPSLFPDAKRRRGEPTTTTTSARGGGTARRGRGRGGAAGAGAKRDETPSIAAAFRNKLEADAWRALEDVATVEDL
REEHLAAVYRAHPDLHRMCVPPAAWVEGATNPTVAGEDKVPVDEEEPVVVLGDNLELKDAFDAESERTVLVLKDSDDEDD
DETIVADSDQGAKRLFVEVPASAVAASSSTGSMAGPKLPCNKRQCQQNPNCLLHLGLAEWFRKDAKARFVERELKKFGAH
VDPALLLAATTESNELVGVGLLNMGATCYINSLLQVLYSDVTFRTRVYQHASTSLLLAQLGRVFAFLQQGHLPTYAPREL
IQYLEINPGVQQDAQEFGKLLLQVIEEQCPAFDQPMHLGGTSKYVTECQGCGTATRSAPSRFHELVLSPAARLQNTVEGM
LDSLFAAERMTDSNQVHCATCKCKQDVDRRMEVDKLGDVLCLQVSRFAFDPKTMTKKKNQHSIRIPHQLVGMAAIPGAWV
LTGMVMHKGASADYGHYIAHVRLRADGPWLCLDDDKCTVMPDPPDPLGSKEAYLLFYTRAELVVHPPPVPEPLQLDALAV
QMEVDDYLAKKRQSQAQYKSDVLFTACVLGRRANSRLVLRL*                                      
>Amac_AMAG_11055                                                                
MKVTVKWTSKKLELDLDVSESPIIFKNQLWSLTGVAPERQKLLLRGVQIKDDTDWSTVKNLQEGAQFMMLGTAGELPKAP
VEKPVFVEDLSKNQAAQIMANAPPGLVNLENTCYLNATLQCLRPVHELQSALQADGKSFSGDAVTNIAVSLRELYKQLEK
PATVDAIPPVVFLTNFRTAFPQFAQQDNRGHYAQQDAEEAWNQLLTAISSSFGSNGKSPVTRYMGIELEHETTCDDPAAA
AAGEMATTTETTDLRLTCHISNTTNNVHQSLAEGMTQHLEKASAALGREAKYTVQSKVKRLPKYLTVHFARFFWRADIKQ
RVKIRRNVAYPSELDMYQYCTKDLQDKLSEARNHGRVHPDLAADEGCNPSGVYELCAVLTHIGASSDSGHYIGWVKKEKD
DWHKFDDDKVSPIKEAEVLKNSGSSADGHIAYLLLYRAKDVEAKPASPSDA*                            
>Amac_AMAG_11667                                                                
MENPGPRTSQNFPRSKLQDQAESNPYAFTIALVTVKWTSKKLELDLDVAESPIIFKNQLWSLTGVAPERQKLLLRGVQIK
DDTDWSTVKNLQEGAQFMMLGTAGELPKAPVEKPVFVEDLSKNQATQIMGSAPPGLVNLGLFFPSSHLSAGFRHAHPPSS
STQPENTCYLNATLQCLRSVHELQSALQADGKSFSGNAVTNIAVSLRELYKQLENPATVDAIPPVVFLTNFRTAYPQFAQ
QDNRGHYAQQDAEEAWNQLLTAISSSFGSNGKSPVTRYMGIELEHETTCDDPAAAAAGEMATTTETTDLRLTCHISNTTN
NVHQSLAEGMTQHLEKASAALGREAKYTVQSKIKRLPKYLTVHFARFFWRADIKQRVKIRRNVAYPSELDMYQYCTKDLQ
SKLSEARNHARVHADLAADEGCNPSGVYELCAVLTHIGASSDSGHYIGWVKKEKDDWHKFDDEKVSPVKEAEVLKNSGSS
ADGHIAYLLLYRAKDVEAKPAPSSSDA*                                                    
>Amac_AMAG_13314                                                                
MEATSVICVNCNRETMYSMSSVFTNMFLSIPTSSHADVPLRACFDQYFAPADKPFDRSEPCPHCHVIKGKAVDRPVVTKW
PPILAVLLKRSVTASWSTRENPAYTKRKNLIKFELDSMVPADGAPQYDLIALVDHEGRHVHEGHYTAAIHHQRRQWYSIS
DERILAVPDRNRLLTRKAYMLIYQQRGARPAAHVGDRAAAPVPRSLSTQGHERAQPYPTAARPPIMVDRTTSCSALQQHP
VDGGRANVQVDVGAVMIDTVAVVAPVAASASGTVSVHGSTRARCARMLGTLDDPAFSHLTGSGADSDEYNVRILAALNQL
RDVVREQHDYHLSQVRIADPGPQSPTLIAGAAFVNSHALPAGAALIDSPGTSTFDSPLAPQHLGDVALTRYDPPLPVSGS
IVADCAGSSECDVEQRPPGSDAHVDSDTLSASGSALFPVDALSPPVADPVPSAAHGRPMMRSVGVPSGQVTTDVDPANDR
PQYPADIRAFISWVDDRRIRERRRDGTGRAIQPMDYVTRVDGQYYVAAGWWAFYQYQDRFHWYTHARDTMGQFFREHEIL



ADPANGSSRKSAKKDMWMVTRRAFQRYVERRVQQRLPVERDDGAEEVEEQNAEQVVYRGVGVCRVQGRRIAKCAVCDVAV
VMLPLPPMPNGEPTIAPLTRALYFDDFTNPPITRRRAYPYPPCGHVLCGFCLEDWIRATLTDRSLRFPPRCPCVTTCTAT
LTVEHAQQLLAGSKFHQMFLAYNMRDLEASGRLFYCPEMTCSNPLRIPPFETLAPKPTCNAECPKCKKLFCAKCRVPSHH
PLTCEQFQAAHPDATAPDVDDIALLDLARAKYWKRCPSCRTMVDGHGECMQMRCRCGRAFCYRCGTAYTDNEDPACPCNV
FDARSCVDTILTINLPLHNGDDDELLDPNYRLDADPDNVEDDYGEYVLDHCWSPNDWPRTASGRRLMAWGVGEVQFPKKE
QLVLPKWLAKSYKARTCHYCNRQFPKFSLLVNHFHTTNEHSVYLCCNRTFKNEQAYFDHLNDFHSSLVCNW*        
>Amac_AMAG_13391                                                                
MPGVDQFPETVHVDLLQWHKSNNTPKPAFEVANVTIAITLLGASVCASLLERVGVHDQRRVDVGADACAGGYPEPRTAKL
QVFELERHDLFRLFQSKQGLHYTLCVTTKANSKGKGKWTFHFATQEPRDLLSQFFTSFKEGGEIELVPASPTSSTGTAVP
ATPSSIPRIIKTAISPKASRVDATYKRTIASDPYAALDSPKRRKFTDEPHVVGTALLPAKPTTEPLAERPVNTVALSVLG
GGTTGPSLTRKPKPASSAPTWPNQQLFDTTASTTVVAARPPPARLPVAKTAVASVPVRPKAVQSLATSHPPLTRHRSSLR
LEGMKNNGNTCYQNAILTALLSLPPFTERVRALARAAEDSVANLSGDTPPAKTTLGAILARMVAIRIEQPSAMLDPRDFN
WYIESQSTKFARFRQEDAQELFIECLTILETELPPNTDPIRSPAHLFDSQVEKIVECTACHLRSRSVETHRGWSVDVHAG
REMQTLLADFLSHETLEYACKCGHREAVVTQALIGLPAILVVHLKRFQYHPTLHTLTKRADSVGMDAVLDLAAMEPTDVP
PIPPEDEAKVNKTVALPDLPPMHMTDSPVSPLLALDSDPMHQDVESSEGEQMLDDSTSAMSTGTDATPELASSPPPGPPP
PPPALDPARPEPTVKETAQYQLAAVVSHLGRSMERGHYTADVKSAARGGVWVTYDDSVVSDLGSDADLQAKRKQVGYLLF
YLRVPPGEEVESGGRVH*                                                              
>Amac_AMAG_13575                                                                
MGWRQWWRHRVRALKADPRDQAWGYFDMLIRLIDIYYLISIPTLLAFLCDYSLSYTFQPKSATMSTHAFQSTISPTSPEY
LANHAAMSALVADLHTHLNAAASPGPDRHAHLNPKNPLGTGGQLSVAFFNLVQDMSRSSGTFVAPVQFRDVLANCAPQFA
SYDQQDSQEFLAYMLDTLHEDLKRPPPLGVPLPPSDNDDLEALDAATGAHIAWDRYLVKNSSFLVELFQGQVRSQLRCLT
CGKASVTYAPFMTMPLPLPSGSPRDVFSLEQCLHEYFAYGDPRGGQRLALPRSARRLSRPEKSTHVTYTAIVNHGNAWHY
FDDSRVSKCDDERDIVTPAAYNLFYVRRQGLTGASASNTGGASKL*                                  
>Amac_AMAG_13645                                                                
MPGVDQFPDTVHVDLLQWHKSNNPPKPAFEVPNVTLTITQLGVQGPHFTLAVSSKVNIKGKGKWTFCFIAQEPRDRLFQF
FKAFNDGEEFELVPALPTSSTGSARPATQSSIPRVIKTAISPKASRGDAIYKRPIASDPYAALDSPKRRKFTDEPHVVGI
ALSPVKPTTEPLTERSVNTPALSELGGGTAGPSLTRKPKPATAAPTWPDQRLFNATTSTATAVTRPPSARLPVAKTAIPS
ALVPVRPKAVQSLAASQPPLTRRRSSLRLEGMKNNGNTCYQNAILTALLSLPPFTERVRALARTAEDLAAHHSGDSPAAK
TTLGAILGRMVAIRIEQPRAMLDPHDFNRYIESQSTKFARFRQEDAQELFIECLSILETELSPNTDPIRSPAHLFDSQVE
KIVECTACHLRSRSVETHRGWSVDVRAGRRMQTLLADFLSHETLEYACKCGHREAVVTQALIGLPAILVVHLKRFQYHPT
LHRLTKRADPVGMDAVLDLAAMESTDVPPIPPEDEAKVNKTVTAPVMHIPDSPESPLLALDSDPMQQDVESSECELMLDD
TTSSMSTGTDATPELASSPPPGPPPPPPTLDPARPEPTVKETAQYQLAAVVCHLGRSMERGHYTADVKSAARGGVWVTYD
DSVVSDLGSDADLQAKRKQVGYLLFYLRMPPDEQGREKGRVHWPGS*                                 
>Amac_AMAG_14018                                                                
MPGPIAPPSTDPAVLDAAVSEYITKLSADIRAMTIPPRPSALVVAKKLLVDAMDCDARHDYASAFRHYLQYATIVIEILP
KVTLTAETRPQYKFLHDRIPTVLDRSETLRDLLMRTKRHELIAAANAAAAARSAAAPVSTPPVALATPKPIHPPARSSSY
RTPPPTSVSTPLSASPRAGQLSLAPLTSLPPARKSSMSPGTAYVSPTSPAPYALGPPADAPNGVHIRRPAPANGAGVPAR
TISLEQIANGNGNGYHRSAHDVIQASMAANIGVATPRSMATLDDDARRRSADCARNRFSTRARGAGSTCRRFRPTRTRMR
PPHHLAPAHRARGLTGHDPAGIATTKTCPAVPFERRHGDSRLRGSAWVNGGGFPAPCVTPCFDGFAAAVGKCVEFAGDAG
DGHGGIVAHVHGDAVPCVGVGVFRGRFAWRLWAQEYGKLLLPEQYLAVLEWHGAADAVLCVYVSWCQVAGACKLGAGTDA
SVTHFVAGAFKAHLNPKNPLGTGGQLSVAFFNLVQDMSRSSGTFVAPVQFRDVLANCAPQFASYDQQDSQEFLAYMLDTL
HEDLKRPPPPGIPLPPSDNDDLESLDAATGAHIAWDRYLVKNSSFLVELFQGQVRSQLRCLTCGKTSVTYAPFMTMPLPL
PSGSPRDVFSLEQCLHEYLRTEILEGDDAWRCPQCQAFVAAEKSTQVTRWPEVLLLTLKRFSYVGPFRNKVGNLVQFPVR
SLNLNAYVGLPSQADTYVYDLYGVSNHFGGMDGGHYTAIVNHGNAWHYFDDSRVSKCDDERDIVTPAAYNLFYVRRQGLT
GASAASNGASKL*                                                                   
>Amac_AMAG_14768                                                                
MFKWLGSNSNNAGKPAHAGTPTHPADIEGNERYYGLQNFDNTCYCNSVLQALYFCRPFRESILHFPALQSIAELLPSTFT
PAGESGADPDSGSTSDTDESGGSKSPVVSSSSPNLLRRRAGSNNNVATAKNGKPVIQLPKGLCAKAAIMVTCNPGDTLLL
HPKELYYQIAAQKKRTGVVGPKGFSDKVKKGEQYICARDCSFPCAGSRSLTSVAIVLFRSTQQQDAHEFLNYMLNAIAEL
ILAERKRNETDDEAGPSTLPAGKTWIHELFEGELATEIRFLTCESTTETREFFLDLSIDIEANSSIASCLWNYSQSEMLC
HKDKFYCDTCAGLQEAERMMKIKKLPPVLALHLKRFKYM*                                        
>Amac_AMAG_15233                                                                
MFKWLGTNSNNAGKPAHAGAPMHPADIEGNERYYGLQNFGNTCYCNSVLQALYFCRPFRESILHFPALQSIAELLPSTFT
SAGESGADPDSGSTSDTDESGGSKSPVVGSSSPNLLRRRTGSNNNVATAKNGKPVIQLPKGLRANAAITVTGNPDDTLLL
HLKELYYQIAAQKKRTGVVGPKGFSDKVKKENSTVRGAARRSIRCLRWIALTNVDGSVSIVLFRSTQQQDAHEFLNYMLN
AIAELILAERKKNETDDEAAPSTLPAGKTWIHELFEGELATEIRCLTCESTTETRECFLDLSIDVEANSSIASCLWSYSQ
SEMLCHKDKFYCDTCAGLQEAERMMKIKKLPPVLALHLKRFKYMENQQKYVKLMHRVMFPTELRLFNPSNDTIDSTDQMY
DLFAIVVHIGSSPNHGHYVALVRSYDRWLLFDDESVELVSEAHLAKYFGEPDADPPGSTAAGYLLFYQARDMLTAVRKRT
MTVPLS*                                                                         
>Amac_AMAG_16003                                                                
MTFDFQPLGAYLSALSSNTAPSGGPDAVTSVHYDLRQELLWVGHSSGSVRSLAMPAAEPYTAHQAAYEPISALVTDRRFN
NGVLALASDTVKLVGRRGVPLWSVSTINISAKQQLRTATLLAMAPASLRPTHELVVSCNFARMAVIHVERGAVLRDITAD



KADILFLHPCASNAVAMATQAGAVSLLDNRSWRITATFNLPSAPLTNLTAVGDNYLVASGFQHGQATIDVIDVRASAKLG
TIAVAARLLQHLETDRHAIAVADHTATALDIPNLRIESSFTTFDEQLATADVPAPVYSCLDVSSTGDLLALGDTLGHVHL
FHRMRDPAMLEFPDLPPTVNPVSDPITVPSLITTMDSVPWDESIPFTDFGMPYYDAPLLSGLWPGKLAHTVGLLSPTIDP
RIMANARGSTSAVLFAPKPASVLRNQWPYRAPAETPRFKSAKTTRSRVARAQMTIQYSRFGVHDFDFSFYNATEYGGLET
DVPQSYANNVLQALYFATTFRTAAIAHALAPTCTRDLCLLCETGFLFRMLEQAHGAHCRAANWCSTFAHLPETLALNLRE
NRAVPFPSYATTIQHCTRFLLDQFHREAPGAADAFRILWEAESECIGCREPKGKRVETWAVELGYPGLRQPSVSEPEEGD
VEGVYELMAVICEVTDGTPHIISHVQTKPGEWVLFNDFRVRQVPDNHVFQFPNWKIPCVLQYHLVKPTNTAAPTPTSILP
DLTTAHNLESNLVHILESPQVVNPGLCTPLTDPLTAADLSGSDRHLCPFAIDAEFVSLSEEEAEYTSDGLKTVTRPAHLA
LARVSLIRGGGPRAGTVAVDDYIEPRDAIVDYLTAYSGFTRLTWTGTCRGTRWSR*                        
>Amac_AMAG_16215                                                                
MPSAANPSSRRAGTRRQPQLAPGKAPAANAPPPPSAAVAPAPRRLLSLSGAFSTTSRVAPTAKGARPIAPPPPPPPPATH
APALRSPKLGRIAFSTRSLVSSSARPTAPYLATPVSGTSASSTRPASALSTARLARHVPASSDATAAAAAIACARVTLAT
PLPPIANGKDHIVSPRTSHTPLSYLLGGHTAPVRESVVLTLDQLMRAPPPPPINLEQSAGTGDMALVGLANIGNTCYMAA
ALQGLASVDVLATYLLGIEDADLNPYSDTKGQLALALARLLREMHAARGAVSPRAFKREVERWAPHFQGYDQQDAQEFLR
FLLDGLATDLARVRYLAHFAVAERDEDALPPHLKACVAWAKYQHRSASAVGDLFAGQLQSTITCLTCGQKSVTFDVFWDL
SVPLVVRREPPEPGVARNGVHARPMLAPVALEDCLREFARDEELDPNEWYHCPRCQRRERSSKRLQVHRAPPVLVVHLKR
FASLRAKLSVPVDFPVDRLDLSVAATAPVPAAYKLVAVVQHYGSLAMGHYTATVRRAGDRWFKANDSTVMQVDPGNWATD
AYVLFYQADPPWPPPPTPPLPPPLA*                                                      
>Amac_AMAG_16833                                                                
MNARTDRQPLSTSDLVNTLVTSAPAFASHEQQDAYEALTCILKATAATSFGAVLVGTEHAFATCTQCGSCTKGDVHPFSN
LVLSLFDLLHGQPKRPLTLRECLDHYFNPLHSFDRGCQGCGEPERIIEFETRNRITVWPPVLIILLERWRAVDASNETFE
KLHNLVRSHIDGVEMADGAPLYDLLAIVNHHGPSRHRGHYTAAVRAQGNGWLQISDERVERVARISVTETAYLLFFKKRD
APFPAVGTAAAQLDPPVLPLILPAAPAVHHGPVSPRAPRPIAPFPSSVAANELVTLISPPPAPPLASRSASTFSTPIART
SPVVSPGVSPVMSLAQVAHRHALVDSALRPALILAQPSAVRALDGILHDLIVNLGGSGAAARLTADQLQDFIAGYRGLIV
DTFLDVLHPVAIEPSGPSVASDQCANVTSVARVDAPSACADSVRDGTHGSNNSEPVHAPNATPDAHARPTMRSVGVPSRQ
VTTDVDPANFRNRYPAYILDFIAWVEAERRRERERDGSRRTIQPMDVVTFVDGQYFLAAGWWAYYTHRHAFVRYSVARDR
MSRWFRENEVLADPANGYARKSAKKDMWMVTLAAFDSFIAHRLRSRDL*                               
>Bden_Batde5_10470                                                              
MTKSCDSLENNATDENKDHLAQPDTHHPHARLVKRTADSKNLFNAKENSLDEETDEVSNKHGKRIRQDLRGLYLDTINRA
RLDFDFEKLCSVSLSNLNVYACLVCGKYFQGIGVSSNAYYHSMGENHHVFINMDTLNVYVLPELYKVDDLSLNDIKYVIK
PTFTEKDVEMLNKLSIHSYDLNNKMYIPGFVGLNNIKENDYINVIVQSFAHVELLRDYFLLDKSDSQSELVKRFGLLLRK
MWNSRAFKGQVSPHELIQEISNVSDKRFKLGEQADPAQFLSWLINKLHLGLCSKKSNKSSIMQQAFQGELYVESRPFITD
QETGESNINNLGDATVSTLPFWFLTLDLPPPPLFSDEAEKNIIPQIPLTTLLEKFNGTSVCETGSAVMTYKIQKLPRYLI
FSFKRFSKNNWNAFEKNPTIVNFPIKNLDMADYVQGGESARYDLIANICHEGKPGTGNGAYKVHLLSKAKSQWLQIQDLF
VEEIMAQMIILSETYIQIWERNSVSK                                                      
>Bden_Batde5_20966                                                              
MQPLPPNEQDSRKIVTNITENAAVHPVNHQQPPPDYTDIDLDSNINRDESTTAPTTPTNGLREMSSPVVHPSLLASQTSF
PAPPIEPEDLDSINNYGQQVVDQIMFKWDIADWSSIPDRLHSPEFTCGGCRWKILLFPRGNKQPEHVSAFLESVDAAERS
EDKPEWHCCVSFGIRLANTENNSNCTKNTVSQNRYTPRQTDWGFNMLFKTHLLSRLHNGQPILEHDRLSIIVSMKVLKDE
YGTLWHDFIHWDSRKETGYVGIRNQGATCYLNSLLQSLYFTNYFRKATYLIPTDNDDPQKSVPYAMQRLFYNMQFAPEAA
STTELTKSFGWDTTDAFYQHDVQELNRVLQDNLESKMKGTFAEGAIRKLFTGKMKSYIKCVDVDFESSRIEDFYDIQLNV
KGCKNLRDSFVEYCTVETMDGVNKYFAEGYGLQDARKGVIFHHFPPVLHLQLKRFEYDMERDSLVKINDRHEFPLTIDLD
EFLEEPDSAVKQRYHLHGVLVHSGELHAGHYQAFIRPEKDGKWFKYDDDRVFPVSERDVLEENYGTEAVKPLQEGGIPPK
FTGQFRNKPTFTNAYMLVYIREHDLEEILGPITEHDIPDHLRRRVEEERLAAERRKRDKEEAHLYCNVCLITEDDMRHHE
GYDLCSFDEKNPSSMHIFRIRKADTFAQFKSMVSDELRVPVEQLRLWNVVSRQNKTVRPDTPLQSTSDELTMEVVRSKVA
KGVADLRFYAEAVYFMPYSTITPPPQLLLFIKYYDPIAPKLEFLSSITVRNKNHKISEIIPELLALKHLPPLTPILLYEE
IKVGMVDSIKPNLTFSQAEIGDGDIICFQRDFQGEEITQVPDAQLLTAPGYYELLANRIIVTFKPKSKDMPNKGEFELVL
SRKMLYDAVTDKIAKLLDLDPFKIRLWGSNHSHSMVTKGPIRRTTTTTLAEMLNITPYTLQAQQIIYYEMLDVSILEFET
KRYIKVFYVDAKLIEKGRFDMLMLKTSKVGDVLEGVASRIGMPVAEAKTKLRLFDSSNSRVTKVYENDEPISVLLDSFPL
IVEEICEDELNRTAADKLVSVCHFFKDIYRGHGIPFQFILKPGEMFSQTKKRLQARSSLNDRDFGKVVFYFITERTQSTP
IEDDDILHDRPIGPNDLIGMDHPDKTARIRYGAEKSIKILN                                       
>Bden_Batde5_35162                                                              
MANTHGLLPRLQGQVTSFLNIGDASPRYTSFPAHHGVPASQLLIHDSGVISLSSKNVRFTSRCGIQRWNKLMSDARCMSF
TNTSSQLHVVGSPTTLSVVNMYRGTIVNEISLDEPIVAMKQGKFMAHATESGRVQFLDPRTMEIEHTILAHAGGILSMDI
IGNTMATCGYSIRNGALLPDRLIKLYDIRTMRALSPIPFSVGPEHVRFHPKQPSRLLILSKTGAVQICDITSPNYTGVTF
IRADMPGMISSMDISSNSDAFAVGDTTNSCAVFSTHETIRYNPYSRQSEYRSMFVDKSTVEIGDDTPLSAVGMPRYTSEL
LSAWPNSLLINVGRPQPRIPPEVLKNVKMSDFVGYVQDMPLKRNQNLIMSIRASTPTCASPGLSGPKFRSQQQRDRLHRK
FKTEGHSAKSSLKSPETNDPSLQESEISEYHWHKIEIKYSKFGVEDFDFEYYNHTVYGGLETHIQNSYCNPLLQILFFNR
PLCELVKSHIRTACMKDLCLACELGFLFRMLEDSKGANCQASNFLRAFGATPEACALGLVDAEVSHTDPQSVLTLQYDKL
IQTTMRFLLEQLHQELGAKSTKHSQAIDYPPDEYIKTIYGIPLWTLIKCHGNHDHNRDSVPFVIDLHYDHKNLPANFLEL
LHASINKESSTRAWCDKCQKYQNIKQSRKLTKLPNFLNLNANITNDLESELWRRDTQDGSSCFLLKSFVLRRDADGYLIV
DQSGVDVDVDLNSSDVAIYDLKTVVSAIQFENEPTHLVACINVSDDYDAPKWYLFNDFLVQEIFNGEECRFEDWKMPAII



QYIRRTHPDKNEFFLSPVEPDFSILIKHQNINKQKDVCFNYELLTELEIPCISEYICAIDAEFVVMTEAEMEIKSDGSKS
IIRPAESGLARVSVIRGIEPRMGVPFIDDYIFISQPVVNYLTEFSGIIASDLDVRTSKLPIVSLKIAYKKLRLLVDIGCI
FVGHGLKKDCRTINILIPPHQIIDTVDIYYLKQYSRKLSLRFLVWFFFKEDIHSSSHDSVEDARGALRIYQKYLEAKEQA
RFDTLLEEIYQEGRKFNFRPPNALTGIANTTQYDMHARTQSSDL                                    
>Bden_Batde5_85066                                                              
MKTKKYGKGHYTNSKRHPINRKNPASAAVDTPDSDTTIDACVTLLSQQTISTQELNLDQQKLSTVSEHFVKSVSTDSACL
EPPPVPISPSPASLAQKKCNNSKKGSKNIPSNNSIHSSLSSRGKVRFDLANNKVAQFKSGDRPSILANLLKIHCHMPTSP
VESMDSLSLSPKKPAISLKSLKDYRESGAAAAIYDAVAAAESQNTDASDTNTQKNAGLKKTANDETPSAYTSRSTNLLGD
NKNLVASSNSIKLCQKQNKKRKKLMQQSTEMTTDSNSERERESTSIPKKHATSRPSDLPTTIPPFEEAIASLVAYLSTSP
IATYKDELPKLFSQYNISAKEQKACIAANIAASIKDLQRAVATNGKVPAKLFKEASPKSLSNGESIDTAHFPSAESTADA
HMMAGPETSTICFQTSIPHVAIGSIQDSLFRRDSKLDVDSKDIKTVACESKNLNLTEADAKLVFIDGYPMITFPAWKKAL
KIMIELPIAQDRYEKCVNRYKIEVTLFKSIAEPYPKKIDMELVDFHNQPMTAETVQIDNESLIDEALFAEMNDATLKQNI
AEETDAMLHLDELSDLSDSPRSSRHLSPVYMSQLYVDIKDTQSSVTTVDSTDPDFAVTSSLNENSSVSQLPMSNISANVW
CGLLNEGVDCYFINIIQCLASIPEFSAYFIDGTFMSHLNRENPLSNSKGQMAEMFAKLLKDLTLCSRPFFPQALKRTLSK
CWALYDSYTQQDAQEFLNFILDELHEDVNRIFHKPCIELPDFDDSVCSTEVAAIYWDAHAKRNDSIVVDMFQGQYKSRIK
CKACGKSSIKFDAFMNLSMEIPQINVDFHFYFTPFGHPPHWNRLSVPALMSMDDLLEKISKAYNTQTENLMCGFLQDQHT
IHKLDKLSGVVQDYLSFADTTPSIIIYEVPYDQTYLCISQFVTTLEDQDSASKASDGDEQHGCNQSVGFPILITLPKALY
THRELYIAIFKQLYSRQMVCGITLEVLMEIEEPFFTIHSDNNEDHDGIEKIYLGGGEQHVSLLWKNCNLFCKVLDLDKIQ
KPISGCIDDESPRSISFYDCIKQHLKEEEVDEWYCGNCKKHTNGLKKLDLWKLPKILIVHLKRFVFNPHLESWAKLESRV
DYPLDDLEMGQFSVCDMEQFKRYELFAVSNHHGSTDSGHYVALCKRMNKWFKFDDELVEPAEFDSRYYKFGYVLFYRLKP
NDTDILSTGPIATKTFLSKTLTNGPESRAYETIDRSPHLNPNLEAKG                                 
>Bden_Batde5_18712                                                              
MIPTTNHLDNCNAAIPINTNHKRCAIVAVSPHTKLQSPLVRTSVLAPSIASVDSMSLPNALSFDKLSNRTSGIVVSDAIS
TTSDDPPFHKDISVINSSSTAQNSSAYTDHGLESCQIASMPETTVSIDSNPISTMLNDSTLVHAESLYTEQHVSSDATSL
AVPSSILSTVPFEVHRTTITPKSDENTSTTLVNSHINNSYSRNHLIDQPFGTTGLQNLGNTCFMNSALQCLSNTVPLTHY
FLFGSWKNEVNSNNPLGMNGRIPKVYANLIHQLWRDDQERPRSFSPREFKHTIGELNPTFQGYGQQDSHELLQSLLDGLH
EDLNRIINKEYVEDPEMKDMSEDEFAKVSWNAYCKRNDSIIVDLFQAQLKNRTICQICSNVSVKFDPYMYLQVPIPEPKV
VLLEIIALSYIFPEILDGDDTMYCSKCMEHRPIRKKLDIYSSPDILVIHLKRFANTGRGGARRTKLDCMVDAPLEGLDMS
QVLACESLLDTDAHLYDLYAVSNHFGGLGGGHYTAFVKNPLNGKWYDCDDSSVSLLNSDRIVTEAAYLLFYTR       
>Bden_Batde5_86065                                                              
MNSILQCLFSIGKFMAYFESGQYLSHFNLQSSTKGLIAKTFGEFVKNINHVDSAGRGKIASPLLLKRQIELLAPQFSGYN
QHDSQEFLRFLLDGLHEDVNTGRPTKFSYTDEQYDQLTTRQKTIVSWNRYKKFNNSPICDIFSGQLQSTVTCLECQTTST
TFDTFWDISAPLISSNLQIDQDGVTLDQCLDSFFEAEKLDTYRCGKCKCDTLAIKQLGISRLPSVLVIHLKRFQVLPLTD
IPSRKLHTMVTFPIHQFTMNAYTSELTSAEYDLVAVSNHSGELHGGHYTSHTRNTDTGHWHLWSDSIGSQCNDLEFGQSR
DAYVLFYQCTSM                                                                    
>Bden_Batde5_32836                                                              
MSSSRIHACLQCVFLGCWQESHIHKHLKEKAHMFENATTMYMIWILNVSYMLSRLKYNRFKNFPLYKNVQVRFTKYFHTN
FWIWNHSFCLYELNMGSTCFMNTILQTFIHNPLLRAHFLSDKHDRRFCPRKSQPCLSCEMDDLFCQFYNGKTTPYGPSSF
LYAMWMSQKHLAGYQQQDAHEFFISVLNEIHNSCSGQHSHAHSSAHQCQCVIHQVFGGLLQSDVTCQKCGNVTTVWDPIL
DISLDIKSNTKLSGPKKANLGTKKNSFPDTNEHRSKIAEPYSLLQCLEGFTIPERLGPNQYTCASCANTHQEATKQLSMK
HLPPVLAIQLKRFEHTATARTAGFDTLTDGNPTYKYSLFAIVNHEGKIDTGHYKAYAKCRDQWFMFDDHTVTMTTQRVAL
ESNGYMCFYIRDNAEYAPSTITDVIEMSQGQRVVERKEIKSPSGGVKVKTPSKPKQKQIIIEEEVEEGEVRMS       
>Bden_Batde5_86340                                                              
MPISTFTLPPTWVMQLALYVVVGGLGIWKLAAPYIPQTDVDNTLGRRRNVFKSKNNGADDNDLQSLRHTDDEIWYPGGLY
NMGNTCFMNSVIQSLVSMPRLVKYLEQRIESYYLDDNPRPALPVTEALFDLSEALNDASPSKKVFRPRGLVDALAGSKGN
QNHLLGYQQQDAHELFQFVSSFLTKEEQPIVPHMISSFADISTLPQRLPLVNGAVLGNFIKACVSGNFVYLPRRVLMRSP
LSGLLASRICCHQCGYKSPLRHDIFDNLSLTVPSVPSCTLERIIENYVRIESIHGYICDRCSLFATAKKLEQDLSRYEMK
LKTSTEASVQDISNMEHSGIEKYVSGAKKKAYTSSDKRKKRKKGKPTGTPLGSESSSSTYTPISSPSTQNESFKPLATSM
QHILTAAHVDQLRRDLLFVTDAIKEQKYDIVLPQTVNKVKIASPISTKQISIVFPPPCLCLHMQRSVYLPTGQLIKNNSR
IVFHDILDLNSLVGIPSRSSTSVARMLSMMKHNTVVEKHCADKTGSDDLFSDTTESLSTDLESPSLENATHTALPSVTSL
AGRFDTPQLDTHIESDPSHSTSLLDQCVDTHLDHSSVLSTHDTTNRNPVFVESNTTDVDIQPRPFVYHLKAVILHYGSHD
SGHFVTYRTFQMPPSSTHPDQAGPNVWFRISDDRVDLVSDVEGEVFGHGGQYAYMLYYERR                   
>Bden_Batde5_86382                                                              
MPAGLKAWFYTPDINSTIMKHAFHAHKNSVLYELGLVLAQLELSEKPCVSPERLINIMKIDPSLQQDALEFEKLFVSVVD
LEIASLYTGSDSIMHLNDLILNFQITRFRFDPKTLLKEKIHEKIEFPEWIDMSSFLVTAAQDSAIYELKSVLLHKGFSAN
SGHYVQRLYSQKYDKWLNLDDETVSIMPFPSFELDGSKGISSKSTKTANGKLEKTAAKSKVFVNISLKKQSLKNSNITEK
STAVTKQAQQATLTFSSSSAYQLTYVLSSKRLVDGNLVFPEETAVDSKKDAHMIIPKDMKAEIDLDNRDFHHQFETQITN
KEMTVNILEAENVAWKQIFSTWHTMDEKTPFVYIMTKNLAELLKKRAAWIANLRKSLYVLDDKKNSEDEIAPLDTDIAEQ
SDNLWSISNHDLLCAHSKLHPVKLWMTKKISQTGYELLKQLGISVDPMLYSDDICIDCYQNVKQRIISNAEHQKNVKMVF
DALSIRNSKTHDPVQPGYFISKSWLNDWKKGITFVAPNIGNYKKDVWCAHGALSIHSSRRTLISSKSHEILQHIFPDMKC
CLGNDTECVLCIENHEQDSLEHRPLRIRANFEASRNHSLPPTSLDINSVLCQAHGNLLFDLETDNTKETVLSFVSTDEWK
VIQEIYILADKKAIHVRLVVDDADIPSKNVHFEVDPPTCWECRKQRILSFDKTDIHIVKFATPIDTDFQVDHKGLESEDG



KNSSDATISKSDVLLLDSKRPLSKSPEPKPNLPTKKRRVSKRIRSERSVVACITPTMTAHELKFKASFHIPQLTSLTPFT
DIS                                                                             
>Bden_Batde5_16102                                                              
MAAVCPHIEESRLPIASASSKVYKDECLLCFDSQDMPNGINVCMTCFNGGCSNNHGDRSHADLHYRKASHALVLNVKRIK
KAASRDSDTQPQKITKLAIQEEDDSLKYDLVTKVICLACGNLEIDSALPKIKTSVDGILQAVSAKKQSEIQSWQEETLRP
CSHTKDLVQTQPRKLEGKAFAHCQNCDLQENLWLCLSCGNIGCGRAQYGGLGGNGHALSHFDAENHPIAVKLGTITPEGT
ADLFCYAHANEVINSNLSAHLSTFGINLMSQQKTEKSIAELQLEQNLKFDFSMTTEDGKIFTPMFGPGFTGLKNLGNSCY
MASVLQVLFALDPFKTRYNDSFESHTSQCHELSAKCFHCQMGKIADGLMSGRYSIPIIGDDGEERGQEGIAPLMFKTLIG
HGHHEFSTMRQQDAQEFLQYLLTTVEQKERSSGNDPSQAFRFKLEQRLQCLECTGVRYKTDPASSIMLSVPARVCGEEDG
KKQYESVSLDECLHQYFEADMRQYECPCDKTTTTATFVQRFHSYPSVLSCAVSRFVPGDSWVMEKLNVELKVSEQIDLSQ
YRACGKLPNETLLPEEPKTGSAEIQIDAVALEQLMSMGFPENRCKRSLIKTGNTGPDAAMNWLMEHMDDPDIDDPITSVG
ETPSACTATEADISQLMDMGFSLIQAKTALGKTANNLDRAVDWLFSHSGSDMPMDDEPIITSNSTSADDTIDQGLAKYNL
FAIISHRGTSAHCGHYVAFIKHGSQWVMYNDSKVVKVPDMSNYIGQGYIYLYKRE                         
>Bden_Batde5_13604                                                              
ERYYGFENFGNTCYCNSVLQVLYFCKPFRNCVVCYNFPESAENAQNSILHAMQELFVAISTQKKRTGVFSPRYFISKLKE
ENELFNNTMQQDAHEMFNYLLNAIAEILLNQKTEMHANIQYVYLFTLVKEQTAPTWIHALFEGQLTNETKCLNCESITNR
VESFLDLSIDIDQHSSISSCLRNFSSSEVLYGKNKFFCDTCNSLQEAEKRMKIKRLPNVLAVHLKRFKFQEQLGRYSKLS
YQVSFPLELRLFNTADGAENADRLYQLHGVVVHIGSSPQSGHYVALIKSENQWMLFDDDDVRVRSMMCCIWPC       
>Bden_Batde5_89604                                                              
MDLSRQATVLFMLTFYMDNLLHGVPTKPINTENPRFIEFIGVTEASISFLQEIGYRLEGKYFVPANPKHIDRAKVLLIME
EISLRKFLLEAGAGSSKSQMFSFSEATESLCMLFGVDCKDSLAAHFIRFNMANIIHKALIEIAKIRKSSLLNDFIDTDQS
KGKVSEVQLKEAYATLGQKISQEMSAHDIIEAFKTKFVKNPHQLAVLRQALKTIQISRSCSSLKHFLHTGQEPPQFNETA
PMDTDSTVFCYLNSLLQLYFSLPDLRKRVFAFQPRLQSELTERERHANKFIFHLQRLFATLQWSDKPSVTPEKALVETTL
TSQYSSATFGIQHDLTECMDNIMDMMEIGFGKVDAKCTNGCTLLKDLFYGTTRQTLRYTDAEGDHVSTKDESFHQLIVDA
DEDLYTALDAYFATQHVDFEGTSAIRCLSVVNFPPILTIQINRVKFDRITNSAYKSHNYLRYAKHISLERYLNCHLETVL
QLRKQHKELTNEYIRMRHLLHSKTTFNNLPVPPLELMETSRRILYAHQEHCKDPLVFQQLTIACDKIKKQISDLQPKIEE
LEYKRSQIYSHMNGKEYQLYAVLVHEGEATFGHYWLFLYDLQDNGKGRWLKYNDSLVSEVLEHEVFADTTGSNANAYALV
YIRSSEFSTRVGPYLRDAKRKQEYSDSFPNLWPSSSGSLNMDSPVQTGSHTFFTDTNKKPMTSLSDEILNTSNDLTVKND
TSHSNNHTNHSSMDESY                                                               
>Bden_Batde5_88323                                                              
MTLSAVNAISTKSKSTAAIQKLNYVSGAAMNDLSVHANQPPPPMYPDHSEEEQEKDARLRSFLDDNPHIILSMSEFRNLR
TLPSNHAIQFLNDIKDAIEGTIVPPPFGPQSAPASLGMVNIGNSCYIDALLFAMFACGTAFDGLMDAPTLDTGDEMDYSM
KRFLRFSLESSIRLIVNRLRKGQLVDKIYVARFRKALAELGWFGENKDNVGLQQDTSELFLFLMNTLGAPFLPLQSEIFH
GAHSSCDDLRIFTERIIQLSIPSTVSHVSVLLEDMLEDHFFSNMVQIKRRSESSLDSTSSTNAEHTLSNDASHLESGSRP
THLKHIEAWQSSRVLPFLTPECETGDPSRNIPQSQTRPITIPFMIKRFSYDVRSGQTVRIGRRVYIPTEIPFGDFIVHNA
NPTGTGKQDHLGVNRNYCLRLRSILCHEGNGPRSGHYTSIVSKRPGCAATGEHTLGEPMNVLESLGTPMTVGSLPTMSAS
LSSTSLDSSDTIKVETLLNELGRSSTFESFSTKSTMRSNGTKPRLGPTSLSRSLSCAPSTPSFNSKSEVLPESMHWLHFD
DNMISGRVKVLSTQQAIANAFNHASLNAYMVFYELCIPDFPVLQAAYPFVVEPPPRRKSSKRCTIL              
>Bden_Batde5_88259                                                              
MFNELCTLSTLVSVKWNGKKYPIEVDLLQSGIVFKMQLFSLTGVAPERQKIMVKGGMLKDDVILNTLGLKEMMGTAGELP
KAPEKTTVFVEDMSDTQLAQALKVPAGLINLGNTCYMNATIQCLRAVPELLEAMEHIERPANQDAYCDLSVSMRSLLKEL
NDSGESILPMVFLQVLRSVFPQFGESNNQGFLQQDAEECWGQIIQALNEKIPGISVTGQVEKGKRFVEQYMTTETISTTH
CTESESEPKTTAVESFNKLRVNISAGVSTYLVSEIANSLIEKIEKNSPSLNRSAKYSKSSKITRLPQYLTVNFVRFQWKP
QENVKAKILKRVQFPMELDMVPFCTPELQEKLAPAKQRLKEMSDKKADEAKLKKLAASQPGASTSADVEMVDSSKSTDYK
KSHFEALKKLNVDDSLVNDPGANPSGQYDLVAVLTHVGRAADSGHYIGWVKSQTTDNWWKFDDDRVSQVQPEDIVKLEGG
GDWHTAYICLYRSKILE                                                               
>Bden_Batde5_28405                                                              
MPTLTLDVLRGNPQGKSVDRCISFKSSASNASSTASAVVISERIQYAHNNQKQYSKKYEGTSKHVVFAKNKRIPMDSLSC
SWSTAKHIGPGLVNMGNTCFLNSVLQCMTYTPPLAEFLLRGVHSSSCRTKSFCAMCVMESHVKHCLQTSSEKPIQPRLFV
ENLRKISRHIRLGRQEDAHEFTRFLIEGLKNGEGDRTPEATLAHAIFSGKLQSQITCLKCKSTSNTLDPLMDISLDIQKC
ASVEDALARFTTSELLHKQNQYRCSKCNALRDAYKQITVLEPPVVLTVQLKRFGFGHRVGSKISSPVLFKTVLNLYPFMS
QSTKQNVLYHLFAVLVHSGGSCHSGHYYCFVKAPDGCWYLMNDSLVQQVSEKTVLAQSAYMLFYVRQSLNNSHKPNAASS
MSTLTAKLQNGQSSPSNMHSLHELTSELRLSLPDRSQHPLKHQSSKSSSLLGTPSSPKHTVKQSGSNSEEKTAHRQIKKP
KVDLANPDLNTVDNSMIKSTESCAVKPTLKCNSTALWNIGVIINL                                   
>Bden_Batde5_35737                                                              
MPTATHYAALAQKVILGSLSLERIVKVLEIEALEEYRLPWTPPEKILTEKYVPPALAITFGELSFNSSFNTILRSKPNDQ
GFTIQPSQAANIRTKLKKGLHLPTPIGEDYTILDNSTPTEAGSPFYVGSHLVEEGAELKSSKMFSKPNVTSNSTCTSLTG
DIALVKKDRPHPITPKSQLSTPSQTSPTTSSNSDGQCPPTPVSTTPAPFNWQNLRRDTATSSVKSSAASAHHASSSMHQL
VKPKTALSQTHSTLTNTYHEARAVLDSNPNYQGKLIRPRGLKNGGNMCFMNAILQPLIHCPPFYNFLKMYENIFKHSFKS
TTPLIDSMLQLLNEFKEEEPNTIPLPPATKDYRPFVGEYVYDVLRKSKHIESQKGRQEDAEEFLGFLLEGLHEELLRVDN
AQEKARESRSMDSHRLSNGMIAPQTTSPTRGAIVDGECTITADTWMEVGKKKKVQPTRTVQVKTTAIARIFGGQMRSAVK
SFGSKDSTTSEPFQALQLDITSPTVNTIEDALRELTLPEVIEGYTSSEHPDVSSNATKQTFLEVLPAVLILHLKRFVYDS



VGGTLKVSKHIAYSTELKISTDILAPSVRATQNNTKYHLFAIVNHHGKRAAGGHYTCDVLRQNESWLHIDDSDISMTTAK
AVTSERRDGQPYMLFFAKS                                                             
>Bden_Batde5_91033                                                              
MAYFESGQYLSHFNLQSSTKGLIAKTFGEFVKNINHADSAGRGNIASPLLLKRQIELLAPQFSGYKYGFVICYKFLRFLL
DGLHEDVNTGRPTKFSYTDEQYDQLTTRQKTIVSWNRYKKFNNSPICDIFSGQLQSTVTCLECQTTSTTFDTFWDISAPL
ISSNLHLDQDGVTLDQCLDSFFEAEKLDTYRCGKCKCDTLAIKQLGISRLPSVLVIHLKRFQVLPLTDIPSRKLHTMVTF
PIHQFTMNAYTSELTSAEYDLVAVSNHSGELHGGHYTSHTRNTDTGHWHLWSDSIGSQCNDLEFGQSRDAYVLFYQCTSM
>Bden_Batde5_90897                                                              
MAYFESGQYLSHFNLQSSTKGLIAKTFGEFVKNINHADSAGRGNIASPLLLKRQIELLAPQFSGYKYGFVICYKFLRFLL
DGLHEDVNTGRPTKFSYTDEQYDQLTTRQKTIVSWNRYKKFNNSPICDIFSGQLQSTVTCLECQTTSTTFDTFWDISAPL
ISSNLHLDQDGVTLDQCLDSFFEAEKLDTYRCGKCKCDTLAIKQLGISRLPSVLVIHLKRFQVLPLTDIPSRKLHTMVTF
PIHQFTMNAYTSELTSAEYDLVAVSNHSGELHGGHYTSHTRNTDTGHWHLWSDSIGSQCNDLEFTQSRDAYVLFYQCTSM
>Bden_Batde5_92059                                                              
MTSNSNIPPVIAVRRSSRLFKTATELVGLVEASLESDTLIITEHPVKPRPASKYLLRRTITTDINCPSVPSGPSIATTAL
DVQLSDDTDCKLTLPLADEFDTLRKPKRCPHLKKMVMVPKILKVAQSMYIKDSGCHSCKSKLKAGSANPTTDVLVPRQRG
LSAPIMASRDTAIGQLASASISAVNVQSQLASNDNDPSIALSCAVSMSSPLVGFSARQLWICLCCAKLSCGSETQDHVRA
HAIKRQHHLVMNTDSYDCWCFACSCDIIGQPNANKVILEARRILEKHRRPPRLLPLESIASPFSSTGEATHASTAKKLRS
TALKIPGLNNIGNTCFFNSVMQSLTYTQHLYKYIPESESFQTNSSTGSPIVNMELSLSQNTSLHNTHQSASQSSDHVNSD
LPNQNDPVHIASNASVCKLDLPLVEPNDPAAQTSIVSNTSLPKLVISHKTTLTNELFRFFRTMRKQLLAESSSSVNPRNL
FAEISRQWDSYSSYQQQDSHELLRRLLDGIKEEQYAKDNNERVISFQQKTFIDDVFGGRMASIIVCDTCKHPSFSFESFL
DVSLSIIKPMERRASMRNFLSTVIKPRSRLPSPISSKRELLPQPVLKTSDAVSSNGSDDESIDKAAEKTLTDNANRSIIT
KGLELLRLSPRRGPINNPVYTTIPSPTPLSSPNTLSAQPFFEELASFDLATNQLSKSPPSSSTTSPSSKLQQVDPISLPP
TEAQCIATMQSLLKSLDPSDLGLQFERAKTKSFGSTSSNANIAASLSRCLTDFMSVETLEGENGLHCDNCYKLKYGNEED
QPSSCSSEAVRPTSIEVSAATKNNELPSLFWTASTPGRIQHSSFNQLLPQSQDTPLVQDFPAAALLPVAKQSTNQSSKYD
EDSDDCLALMADSPKLPDHPIESVQSETELQDDMEDHEDESTSSSSDLDFEIHNVSLTIPVEEFKPSVTKPTTQTKKHPP
CISRAYKRFLLYDAPQTLVLHLKRFEQIGNTERTRKLDLMVPFEEWLNLDSVMTPPEVCETPPKQKGTSQKNREGDSNGS
QFEQVADVSSHHGDGHVTLSVHPSSATQSMLNPSPVLTLAHQDALSPVPTRRQGGWYRLYAVVVHSGSIFGGHYVSYVRV
PPLERIVAFGADTCQVDRCSTHDTWAFCSDSAVRYATLDEVLKCQAYILFYERTSL                        
>Spun_SPPG_00296                                                                
MTKKAKAKKAKRGKKTGTPRRTPSTSATDVTDGISLEVENENEQETGANAPKKCPHLKTAVRITRLSRQLPSTLAKGAYC
MTCRREQQRAANQQKNKAVVNSAEDAQTSSAPATPLHADATALWLCLKCGEVNCGRNDNAHAVAHYDREQHDIAIHTQTL
ECWCYACDTEVNGTSTHNLLVIESKKMVETILKPKQTIKDIVGKEPSAASGKKKRKAIISAPGLTNLGNTCFFNSVMQCI
NSTKLLQVQLQAAISESRLVKGPFTGALVRFLASMNAQFASGGGTVNPRDLFGALSNTWRIYRMYGQQDSHELLRRLLDG
VREEQLQKGEDNKPLPGQRTFVDRVFGGKLCQLIVCDACKNVSYSFEEYMDLSLPILQDGIKQSKGFFSAFSRRRVKSPA
PASSEDIATDVLNSIIDKVVAGISDLSLQNMASRSPYAKDPTRLQLIDTLLRPLSTEREGEPVEKPVTLRRCLVEFMAVE
TLDGDSAYSCDHCYKLKYGVSPGDAKDKDEADPKTESESSGRRSSHLDTDEARQSLGNESSSLSEETSDTSKDTLPAEGP
ATASSMTLPIVHGTSASHTPSQSAPVKAEPHEFPLQETDGSGLLEAEPVNPLKERSLSSVGTMTSSRGPDTRLPSTNSSI
ATLNQIALEEEDVDDIGSDEDTAEGRSSDGSPVSDQEADGLNLSVLDNFGNTMRPDGDRSSDISQTPEPIAVVEYPSTKP
ARPPVRSRAYKRYLLHSVPDVLVMHLKRFQQVGFGGRTRKVEDPVAFEEYLDLSPFMAPDEVEEAVQGSDTQPMGRRDGG
RYRLNGVVVHGGGLFSGHYIAYVRIGTSTNTLDSIAVKDEANTVDLDEEAVEWVYCSDTHVRPSSWEEVARCQAYILFYE
RVQEIVGR*                                                                       
>Spun_SPPG_00643                                                                
MPVIKVNVKWGGKKLENIELDTDQPGIVFKTQLYTVTGVPPERQKIMAKGGMLKDDADMNSLGWKEGQQIMMMGTAGELP
KAPEKQTMFVEDMTDAQIAQALKLPAGLVNMGNTCYMNATLQCLRAIPELQSALVKMPSAIGVDGRENLALSMRTLFEEL
EKSGDSVPPLVFLQVLRSVFPQFSEMDRGGYMQQDAEECWGQIVHALGAKVPGLTREGELNTDKHFVDQYMTGELLSMLS
CDEAPEEGSTTSVDTFNKLRVNIGSGVSTYMLTDIAKGLEEKIEKNSPTLNRSAVYTKKSKISRLPAYLAINFVRFQWKP
ETRTKAKILKVGSDKEDHPRWYNNGLSRIPRLQKVKFPFDLDMSEFCTPELQEKLRPAKLRLKDVEEKKAAERKAKKVKL
DEGPVVAGGSDTMETAPPAQTDVDQKNVASNLDQLEKMKEIGVDPSLYNDIGANVSGQYDLVAVLTHIGRAADSGHYIGW
VKHGEDQWWKFDDDKVSQIKPEDVEKLEGGGDWHTAYIALYRTKKIE*                                
>Spun_SPPG_00976                                                                
MVGSSSIDPGHTPLSMSFTNTTSELLVATSSRSLMLINLFRGSIIRQLDVDDNVTVMKQARVICCGTATGRVGLRDPRTL
KEEHSLMAHTGTIGDLDVAGNIMITCGFSARGNKMMTDPMIKLFDIRTMRALPPIPFPSGPNYLHFHPKISSIILAASQN
GQFQLCDVSNASNVRFFQANISGFLNSIEFSSSGEMLACGDSSGVVSLWTEKPDCRVNLFSRPTEFADTPAPPPAVEIGD
KSPLSLIGMPYYTSELLSSWPAKLTFEAGQPAPKIPPEVLANVKMIDFVGYAPNPGTFKRNQNLAMARKARKEMLDVPKF
RSEQDREKYFGKNTQGRDTPQGVDEEVVNAVPLANAMPKYYRRVEIKYSKFGVEDFDFGFYNKTSYGGLETHIVNSYCNA
MLQVLFFTTPLREITKAHINANCPKEYCLSCELGFLFRMLEDAKGANCQATNFLRAFKTIPQANALGLFEPDQPNPSTSY
ATLIQNFNRFVLEQLQSELGMHMGTVIIHRDYDKDQMPSVMQQIYGLKLQAISHCQCNSQQARDTYPFVVDLTYSWKGSH
AKSTKDRFGDVLQHSINRASSTKAWCNSCKRYQPTTQFRRLQRPPNVMSINAGATTEEDLDLYRSEDKPWLPPRIALILD
GSKLTVKELGVDETSIDIASETAEVAMYDLMATVVEIREGKEVPHLVAHVRVDDGESVPSWYVFNDFLVQPVPEIEARQF
RKRKIPSVIQYRRTDLKQVQDLNSLRTSPDPTYLRTMVLLNRRREKDLKISYKLLKPEELPTKPGFLCALDAEFVALSKD
ETEIRSDGTRSVIRPSRLSLARVSVLRGDGPEEGIPFIDEYISTTEDVVDYLTEFSGIKAGDLDIAHSRHPLVSLKSSYK
KLRLLVDLGCVFVGHGLKKDFRIINILVPPEQVIDTVDIFFIQSRQRKLSLRFLAWYVLRQDIQTDMHDSVEDSRTALAL



YKRYLQLKREGRFEQYLEEVYEEGRRTNFKPPSKPMAPYEGQTFTVAGVNITELPPQ*                      
>Spun_SPPG_01056                                                                
MTIQAEWSATNSAGGTALGTARRFGNIGLFKQRTYEEQRATRQKLPQPAREASPKEPSDRKRASSFLLSLSRSSLTSNRE
LAPHNRTRASSASRDSRSSLSGSPVWRSGSVSSSQNSLRRRHSENDRTKSSPYNSSIRFVGTTGSRDSVASQRSSDIALE
QSRHNPPRVADDKDSALKRRIKEVEEAYGKLKRSNPQLNEAGIRKSAEKVAGSEASVAKQNYVVSSTIPAKSRGNLKQSI
IDRLTPRSRTPERSTSNTDTSSASYPFKSATLPPPIKGLYDDSHSHPDTNRTHPGDILPTPPTSSPPARKEQEIAYHYHH
PRRFRHSQDIIEKSLSKAQLRNATLKDLNNRREGRFRRANSEGYDFEARSQMPGLRADQRPRANSFHVSRSHVDQPHVLP
SNPEILKLLSMDANSRRRALQYTVKRQRPPRGLVGLQNLGNTCFMNSILQCAFSTELLMGYFLSGDYKGDINPGSPMKGQ
LATGK*                                                                          
>Spun_SPPG_01057                                                                
MIQFGNTMFYLLSDVAFAALVKEVMKSNAYRSISPSQFKRQLEHWAPQFVGYDQQDAQEFLRFMLDGLHEDLNRVQVRPR
FTYKDEEADKLRDVEKARLSWNRYHAVNNSVIFDLFGGQLQSTVICHGCNHRSVTFDTFWDLSLPIPKAYARRSARYSLT
PSGESCSLSECLAEFAMKEVLEEPYKCDNCKSHQKASKSLRLYRCPEVLVLHLKRFTYSYYSRDKIEANVKFPAEGLVLD
EIMSDLEGRDLEVRYDLFGISNHMGGLGGGHYIAHVRNIDDEVWYEKNDTHVSLCTDGPEAGMGPSAYVLFYQRRR*   
>Spun_SPPG_01180                                                                
MRRVDTDSARDRSITTPTRERAKKGSDPAKESFEYANANDLSGNTCFMNVVMQTLCHTVTFQQYYLDIWPSTPRTPRTPN
SADSHPTTPQISPPRITRRMSANKDISVWAETRALLREMWTDEALAVSPGTFLDAIWKNVPMFRGYQQQDAQEFIRYLLD
RIHTELATQINPTPITRTFQGTLHNEVKCLNCGQSSLKTDPFLDLSLPIPERFVNRQNKVEQMVHPCTIDDCLRAFTEVE
QLADSERYDCPHCLVLNRGPQPCTKRLSIDELPEVMCLHLKRFRYTNRRAARSKIDTYVQFPIEGLNMRPYTNRRQRGTP
AIYDLYSAIVHHGSSGSGHYIAFVWSPDNDTWFEVNDTHVRPVTPDVLAQQSAYMLFYVRRKSVDGEVELEVEPDDEEGV
GSMRIPTGNGHIEDPEVNSSSSPALSTSTSSSTSVAHPRPLKIKLRMRAGPESQDPNDVASAVNGHLGSPRRTAPKRSTS
ADSTSSGAAPPRGKRSKKRILVVEDSDSEDDLPLDKWKRRRKRDGAGT*                               
>Spun_SPPG_01550                                                                
MDIVQEHKENEENRLGPFFHGHLTLEPHSQKKPIKLTDATVWFVKDGKEASLLVSAGRKKYNIPIPTFPKPFTGQHSFTL
NVKRYGMVRLHTPEGLPQSEFYKFCKTLSQSPDPLGYLPKLDGTLPPVTPKKSSPLGKHQNEGRLYLETPKETTAFPLGQ
LPKHDGSFPPVTPKKPSPLSNKKAESHLYPETPKNSILSGFVPKNTLSSRVDSFINKRKQETYSLRPPGLLTPPDETRKT
WTPSNFYGIKNNYATNLDGSPSKVDGIKNAGQTCYMAATIQMLYFSPFKAKLHNAARRTPDTQICYALSEIFRKRDERKL
VSVAALKRRLGAVSPRFAHDHQEDAQEFLLELFSELKREAMGVGLAACPVDSTFYWLAERTTRCKTCGKTSISSETYATL
PLDLLEQGREYHLHTLIKEFFKHEQVTLDCGTCHATLADSFYRIRTLPPVMVVHVKRFGVVEDMKIQKRNDIVEIPLVLD
AYGRDDKGFRDGDVDALLSVKGQQDHRSTGDALLHASPVKNSVHTNENALERSGRYFLQSIISHLGSEPMSVRY*     
>Spun_SPPG_02363                                                                
MPQQAAFHKLQSRAITVRHLSSGLDMEQSGASRSTQKVKHKPFAEKPDEVIGFEESVTRPDHHVEHVRPVEGLVEAGDND
NRSRDRGASGSRSQNRGGRRYDRTAYIRMLESRVRELEEILIGSSSDTSRESGENDTLVSEKPQNATCPPISVTGPETAL
DGNDAIVAGVSNLSIRSPALIASNVPYNMMCPYAVGPILEGPIADCVSSPEVIRHLAQVFFECYYSAATMLPFHEATFMR
SLHRQPMFVVMSICACAAPLSDHPALKAYAEARGLPPYIAAEYFFWKARSMIPQLLETPNLDTVLGLGMLSSSANTLGLV
SARNSILALCIRMAMELRLNVDPDIVSVHGPLTFLQKETRRRIWSCLWFLEAVDTSMMDLPPIIKDEDKPVVEIDNVPRF
GDSVHHWAVKFPGTESTWQSIMDENDEPPVSNETEPDSMTLWIVVVQIWTKAFKFAGTIGTMVQRAIDDGRRDRMANEQV
SPAGGPEALAKILEERRKTRAELEQALVNWMNSTPSWFHNIDKWDHFALSLVSKSPPPWNTLHAHLYYHCGFILLHLPTV
LESHYHPSENGLSESAGAAYAICLDHARRIAHLLRKAIRLDPDAKLIGYYSMWCVYYSALILIMATKTTVVEEELAQVQN
DLQVHLNCLRQVGRRRYLIKGSAGGRPSSITSDWANTGNDRYFGLENFGNTCYCNSVVQALYFCKPFRECVQEYSYPLSA
ALLTAASENIALPPSTPNLRTTSSTTSLNGYFRADGSGKDQRSGLTDKENGVKLEKKRKDSSAKSSLVNKPISQSATPPI
PTILEGIEPAEANQETLLSALHELFVKITSQKKKTGVVAPQQFVTILKKENELFRSTMHQDAHEMLNYLLNAIAEILLRH
RKEFSEKLKALPSAIIPPAFDTVFPPTNGTLEEPVDKPASWVHALFEGILTNETKCLTCETVTSRDEAFLDLSVDVEPNS
SLSSCLRNFSKSETLCQKNKFFCDTCRSLQEAQKRMKVKKTPNILAVHLKRFKYQEKLQRYIKLSYRVPFPLELRLFNTT
DDAEDPDRLYRLFAVIVHIGSGPHHGHYVTLVKSHEQWLLFDDDDVSPVEESELQKYYGDTNAVGCGYIFFYTAVDFDAG
DLIRSMKPSEELAPPAEPNTALSESQTDSNPLLSNTPIQPPLAKKKLGKRPSLPAIMGDTKQETNGAGSSDVGDAVGNWG
GEKDKDRDKEGWGWFGIGKKDKEKDKEKEKEKEKGKLGIGGGDKGAGR*                               
>Spun_SPPG_03637                                                                
MPKGSRKPSRPNIGPDPLCISPYALHRSPDGANIHGCPHLAAVKTPPASSHYPPHHLSPAAQELISNYRSCFRYALSYRN
RGHLHINRKNKEFKVMCRLDDEETPTSGGKKRKRSLGWIDKEIHYVEQLPMPICGTCNSTSSTARLHACLGCVYIGCYRG
GHIQEHMNQTGHTLAMDWLTGNIYCSQCKNYVYDLDLERVLHSEQERMDRIISRIKEPNAKRLRFFDWTPSTLEVQTILS
GSKLQRCSGLRGCHNLGNTCFMNAILQAMIHNPVLRCYFLSDRHNRSLCPKRDQHCMACQMDLVFHEFYSGETKPYGPAA
FLNAMWMSQKHMAGYSQQDAHEFFISLANEIHNNCAAQDMEDQECRCVIHQTFSGLLQSDVTCSACHNVSTAYDPIIDMS
LEVKRRPGSGRVTNGTAKKSAAKLAAAAAEVVQAVHASDARNRKPMANGVQETSEAKKGAKHKMHDPLDTCTLGECLERF
TIPEKLEYNCSHCKESKEATKQISIKKLPPVLSIQLKRFEHSAKSSSSSKIETIVRVPAELDMTPYTTRAMKLRHKLRPG
SATTKKTSRNLAESSMDGIPSYKYSLFAVVNHTGRLETGHYTTYARERGQWFAFDDHNVTIANQSDVSAGTGYMCFYMQN
GYHYPSTPT*                                                                      
>Spun_SPPG_03835                                                                
MSNQLVPSVYTYVIDEVCEKVAPTFAEMGVGQNVLAELRQTWKRKIASMRVADFDFKESFDDGYGVYDGAGGQYGTEYYG
GDHNDSSFAAAANLAALASGVGGDGTAPDSYHIPQNDGAGDEAQAETSKVVETAQPSQREIDELVQRLWQERHRAEGEAA
EEQGRGSLAKQRIRQLDGVDDDDDEEDEDDNEDGIGSDLDDEDSEDETADVSHIILCQYEKVRHPKVNRVKNKWKCTLKD
GIITVNGRDYVFNKDLPQGIDVCLSCFNGGCLSNDRGHGRLHFQKTSHPLALNIKRIAKAKKRDGTPPPAKMTKLAIEEE



REEDLFDFLTTVKCYACGEAEVDRSAGNVGTHIPVVVDSVMMALSAKKQSEVKAWQEEITSCTHTENLKQGEPRLLEANT
LAHCNKCDLKENLWLCLTCGNLGCGRQQFGGIGGNGHGMQHYEETMHPVSVKLGTITPEGTADVFCYQCGEDRLDPHLGK
HLSTFGINLANQQKTEKSITELQLEQNLKFDFSMTTEDGKMLEPLFGPGYTGLKNLGNSCYLASVMQAIFSFHPFENRYL
GIGQDHVATCRERPAHCYHCQMAKLADGLLSGRYSQPKETISEDGEQRGQDGIAPSMFKTFIGKGHPEFSTMRQQDAQEF
FQHLLSVVEQKERAGGVDPSSIFQFTVEHRLQCLQCQRVRYRTEKNSSLTLRVPAKKVEDGDLTEADKPQYMPVSFDECL
ATVFNDDIRDYKCPHDNGDTNATFTTRFSTFPDTLVCTMSRFVLGTGWVMEKLNAPITAPLELDLERLRGHGQQEGEELL
PEEAEGSNDAGPQVDPIAMSQLMAMGFPEVRCTKAILATGNNGAEIAMSWLFEHMDDPDIDTPVSLNERKSGASEAEIQQ
LTDMGFTVGQAKRALKETDNNMERAVDWLFSHADAMDADETETSATGTTPQPDMRPAKYRLTAFISHKGTSAHCGHYVAH
VYRDGRWVLYNDNKVVEVPDVGKAVGEAYMYFYTRV*                                           
>Spun_SPPG_03969                                                                
MDKRKHPDVENGDSEQVDVESPARKKGKATPVAGPQGLFLDTVNRYMLDFDFEKLCSVSLSNLNVYACLVCGKYFQGRGK
SSHAYFHSLHENHHVFINLYTLKVYILPDGYEYVLNPTFTLEQVAQLDKVNPYSYDLNNKRYLPGFVGLNNIKANDYVNV
VVQSLIHVQPLRDHFLIDNSATGSELVKRFGMLMRKVWNPRAFKGQVSPHELLQEISNASQKKFRLNEQADPTDLISWLL
NALHAGMGGKKKAGSSLIHRTFQGELRIDSQTIVVKETVEGEEAEKKVFDESREIISKRSPFMFLTLDLPPPPLFQDETE
KNIIPQIPLATLLSKYDGVTGQESGNILRRYKITALPEYLIFHIKRFTKNNWTMEKNPTIVNFPIKNVDMSDYVEGPDAL
GETRYDLVANICHEGKPGPGNGIYRVHVHDKAKDQWFQIQDLFVEEIMPQMIFLSESYIQVIMRAHTAEIADVTPELTPM
FAQIWEKTRMPELGRSTLESPAW*                                                        
>Spun_SPPG_04151                                                                
MATPHCLSPKELLKQAEIKEPPNNYSFKAWINSALSLYDKGDLAAKTGELEAAYVHFMKATTLVASHLNKSSSWTFCQSI
EITGPLICRSDKQNRQKVSEYMVLMEQLKQQLQERHDKQRQALSSSLPTTNSLATPPPLSQSLPNGNGSNGSGSIGNGSS
SQRSVVHPDRLLALLKQGSTSVLILDIRPMEEYILGHVKWKMRQNGIQGGVVHIEPDWLASDSLDAGDLERYLTSFGQSS
SLSKNLFEARHTFDLIIFLDQSSTSTLGSQYLRRLMEVVCNHDKKKLKQQPALLVGGFDGWDRFVKQSAENWGDWVEIGE
GCGRFVVDENQGANGVTGQVALARSAYEYVQSRAQQNASSGYSQKPLSAYPSGQSQQQQKTPQPSPPSSRRPSEPFQNRT
NVQLNSATSAMPVIVPVTQSYHQAPLSQFQRFNDPFYNFQHHAKRTLDQSVYPSSLQAVGPRNESLAAYPAVGKNVSGTQ
SNNTFNYPSPVASVPTALSPRIPPPLPVKPRSNKDVDPSAPAPNIPPLGYHQIINTSPGLPRRPPPVAIAPPALTIRRSS
SPSGSPSTARFYGLPPALPPKPRHQLQSSDTNSLQAFSRSTASELSYSQLGGFMGMAGLKNLGNTCFMNSVIQCLGGTVP
LARYFLDGSYRKHMNRRNPLGTRGEVTDAFAELVKTMWSGQDGNVVTPTKFKEIIGAHHPSFRGTEQQDSQEFLAFLLDS
LHEDLNVARKGNVVPDKEPDEDEEGIPDAVLLDRAWKRYRKLNWSIIVDLFQGILRNRLQCLTCGKTSTTFNPFMYLTLP
IPSHNQAGKKNGPVYLQECLDKFVEEEILDGDDAWRCPRCKAPRRSTKRLTIARLPTVLLVHLKRFYFSGPFRNRVDTYV
EFPVSSLDLTRYMTQRTGYAPESVYDLYGISNHFGGLNGGHYTASVKNSYKNKWFSFDDSRFSGVDESSLRTPAAYILFY
VMNGRRTTDDWWSGGVARM*                                                            
>Spun_SPPG_04930                                                                
MPHHQSPYVKTRPSMGQPRQTPLNETLPQHPGKSVNVPRDLVEAGLHTKYTSAVFERRIEFREVRKPDIVQDALRRKYKP
INLERCPTELKVSAGGPSSVALKVDAKADGDPLEPPPRVLFDKRLLQHQWLKFWAAGPGLYNTGTYCYMNAALQPLIHTR
LFANACIDKLHSKTCRMSGACFLCKLEEYVIQNCVAAEGRSRNAVLNPTYFTKNIKLICRDFRYGKQEDAHEFLRCLMDK
FQDSCLKGMKNLDHRTKTTTLIHQIFGGYTRSQIRCSQCQYKSNTYEPMLDMSLEVCSSLQKAFALHTKTEKLDGDNKYK
CDRCKKLVDAQKRISIEVAPEVLTVQLKRFDVFGRGKNNTKVEFPEYLDLTASMTSRQQRTRYQLYAMIAHHGSSPNHGH
YTAFAKDPNGTWHYYDDEDVTQTKLESVLEKKSQAYMLFYALLHEEQAPEAGAAGKTKRAEKERPVSKPQRDDMGVKISR
EEAMKKRKKTASPPAIAKNISKVSHAERSSPPKPQAPASIAPTPATSVTTSNTPSTIPSSALKPASSPKRRRSTDEDDNL
TVQDLVDPAKPSSKRSKTSPPPAVPADIPHPIPLDNQYNAPIAQWGGLDVHMERVRRDRVLDLSKPKLKRPARDELEYDI
GRVKKVKVKKEGNGTFGMKRGV*                                                         
>Spun_SPPG_05122                                                                
MVHPISQSSSAHKACSVSQAIPIPATTLKRPANEALSPEPPKHSPHVPRTPTPSQGFQEFAINYNRDPELVPSTPFHAAG
PMEVDLPTIAEHSEKSRPSSSVVNDGELNNGAVMAQIGNWTGVATVNDIYDPESEASPKIPPVSAFNSISVVQPMEQPPP
PSEQNSLRLAIQESIRKKSEGIYFLLAIPWFRNWSEYVVSSESDKGRSLDEPPGPINNSTLFTTKTCTQIQDNLRESVDF
VAVSEDIWRLLLRWYGMVHERHAIQRRTFKEPKSLESKWVLDVYPHQLEIVHINASKDRSEIKRCALFRGETLSEALQQI
CKPLQVETSNARLWLIAKKGRVLVTDLDKTLGELNVDRVQRAELETKEPGTPWQVNGADDAHARADTNALRADADKSDGN
KEQSATGDKAEIHESGLLPELADPVDTRDALSPISIPIKAETKRERLMRRLNNPLAEDEGKDEADKKPLMLGYQPLSPVS
REDPAPQTKTTSHVAISGFSLTRARTRLPVGATGLSNLGNTCFMNSALQCLSNTPPLTKYFLKGLWEKELNRDNPLGMKG
EVAAAYADLILQLWRPDPDRPGSFAPRGFKSTIGRFNPMFSGYSQQDSQELLGFLVDGLHEDLNRILKKPYIEAPDMDGQ
PEEAIAAKAWEIYSLRNDSVIVDLFQGQYKSRVECTVCGKWSVTFDPYMFLSVPIPDHRQIILSVRTMPQPGIGKSIEDD
IPRVLHLILPKDATIATLKELVIRRMGWNDPDRGTTGVYAVEIYQGKIFKIFEDTEPVTSIGTQDEVYVVELGAPDWDLF
EVPHAERTVANIRHIPVYFTREPTHMSRSDREQFGIPLIVSVPATMRTIITPNRCGGLEQQEVDELLDAISSERLYRAVL
RTLRRYTRFPLFLQQGSMRIQDVYEKLQELQQMRRIEGKESFMNDFRCIPDEYPESFDSCASDVLLDFENSIRFVESSPN
VKCEPIKDLFVLSVSQAAQRYSPPVIDFYQSGWNSYQSERTLLYDGEELYKKEQQQKQNDDEDSTDADDEASDSDPMQTH
SYVRRPRSLSRGHQAIRRTGGTSASDSDDDDKLRLSSIRSFKAEAVLFMEWRTTVSRYVLREDAFTTREDPGNEAVRAEW
EAKRNGPRKVITLQDCFDEYRKEEVLGDDNSWYCPQCKEHRPTKKKLDIWTVPEILVFHLKRFSNAGRGYRSMMSDKIDS
YVDAPIQGLDLTKVVVGKQPARKWRSRGSLPEENKEKPAETARAQHVEVGSGGSALTSDGVFADEMDVGEPSVNLAQSAA
EASAVRSEKFDDSLRASASSELDRMEVSERVDSETIDTSLDKPLVDADDEELEAAYQDAKTRTPKPEEAEGTGAPCDEER
EGIGYLYEPATDSDDEESLVYDLFAVSNHYGGLGGGHYTAYAKNALDSQWYHFDDSHVSKTDESDVMTSAAYLLFYQRRH
KGNKTDLTKVLEEVQKRAAAAEAAAAAARAEQSSLSSFLRTPSAPFPMPLGTHLSQPSGTGLVSPITTSAETTRNNSPQV
SPAGSLGGSAISSDNEESETVNRERKARTTPGVYLDHGPCLPSSERTPFGPIRESSPAASFSVGFDWGQRQSSVNDGGDT



FLDARGSRSPTEHGWGWPSPDARPSFGWSDNALEQDETDASYQTLPLMDAEADRLEATDVEIEDLVSDEADESRKPQTVN
GDANGQDAEVNGGYEQEEQSRGTEGGESNLKTSLQHVEYDNPGTISQAASGDE*                          
>Spun_SPPG_05794                                                                
MDKADSDFLHQLFRENNELRAKFNALQRELYNKAVQNETMEDEIRQLKLRLEEGKTTPSRPTTQGGHVRKGARITNDSVA
SPSTPNAAKDLSEALFTLERKSAELKQVREDLAKTQSMYEEEVAKTEDLKRQMTDVQEELHDLRQFRATALKDAENAAKK
EVQVAVPDDIMDLQEKLEDANATIQQQKRQIMDIAADANRRHNEQQNQLQGVEALIEGIRREYDEFIEVTKLENESYQKM
QQEEYERLRDEYENHKREQFEDKKRLMTEYQGLLYSMQGQFDEYRMTAEFLFNAEVAKLEDELSSQAARYEQEIMYVIQA
KDKFYADMMVAKDAKIMNLIEGSDLQNLMQKHEMDMENIRKEHAREIERVKSDQESEQKHLVSLLQRQNVSLESKCDKLQ
AHLKSLETRIKDLMATIEVKNKMIADREEARLRAETDNQRKLDDMTARINVLAQEKEHLRHKVIRLALDAKGEGHNSIEN
MLKRISRETNELRFDYEGMSVKYDSMLSENQLLSKRLKEREKFVDFLEKEVARRTEEFQNMTRTFEDFLAARARQSRRDR
AKRLMKLHGVTLDDEGAWTKSQQEGVPPGYMDAKGLLKARVPEKEGASLSALHIPPEVEKETRKAELERGYAYLRRFKTL
SRAFATGDFRIIPNGEPTTSTEGMPGTWQKTALYAKLEDANVTLARLYKEPPREEVTKQLPHPKPLVYIPEGDPTAVARP
QAKDPKVLKIYDDTERGAAPPKKRPKSGEIKKEDKPLLMKLFAGKEIRHQLNGLKIFSKYLEDMVKNKVRRNINVENRAF
SSWIGYNEHSSFIFSQLGYMYDSITRHFIPQELPEGDNRLQFAYQEVQFQRWKKEGPPGSNDDWLNFTCATVSICSLIGS
KFQADAGSDIVARLKSLNADSNGDLTKHHQTLGLTRDATDTSIKNIQWMYSILQREDPKGLPTYLHAVAEIAQARNSNDL
QELVVVERSKGIPYEAEVQAAYAMFGLVKDASDDMVIIAYARSATNQLQKERELKEALKSIAIARDSSVLQHFLETGQHF
VQDAAPMDIGVTDLPAGMQNIGNTCYLNSLLQLYFTIRPLRDAVIDFKSETFNGEQEQKRQRSAEFVQQLQRLFTDLIWT
DTASVEPPKRLAEIALNNENLFGQQQDISESMDNILDLLETVLVPAEVQTNLVKRYVSISRSKNLPALLRSVFRLFFGKT
KQTLRYSNPTGEPNTSYKSEEFSHLIVEVKEDLYTALDAYFETTQVDLEGKEAQKELFILEAPPVLTVQIRRVKYDREKN
QAYKSNDYLRYHKTIYLDRYHAECREGRGSDHVLGDHSTKLDGDSDPTTQDDGVSGKDTMLTDEENGLPTDIGEVASSAD
MKQLEYKLHAVFIHLGEASFGHYWTYIYDEENDRWLKFDDSVVSKVQDVPYSLICPFVNLLQVSESDVFSDTTGSTANAY
ALIYVKATDAKQILNAYARSPKMRAHYLERFSGVSSP*                                          
>Spun_SPPG_06664                                                                
MELRPAKEARLAGAVSFAIPEVIVFPPQEEEMNEPCISYAPNESLQGLPNPHRSKPRSVLNAMLQLFTCLPNLNEELPVA
AKLPNIAEFVKMVRKFQCDGNEEELARVAPAELVELNWWREACGLPSEDHAPHVQNMIVPDVEKVTRAMLDDVLGRTRFG
RRFEMGLVDAPHPANLQAKGYGNAAIALKGRTDSAVDVLDSGSARQETTSLLTIPLADYNDQETVSLISLLNNRFGHAVA
TFFFGGPFSNRSLLSNLSSAFRSPDSSPLSTPNATPDRQIRFTRLPHYLTIHLQRPVVNGGSYHAPPIELPLEVDLGFYL
ENRHSDQKTFYRLHGFVTQTGGHFLTYTRLRGGSRWFKCQDELVQEVELGTRVESKGVVLVIYRLQEH*           
>Spun_SPPG_06665                                                                
MNPLAWLSNDPIPFLGPDNPLGSLRSIFILNVGAGIVACVAAFGLWRLAAGSEADDDDESEHTSKARRRKQKSKKIKSGS
DNGSWNRLGKGKWKWKADQDDTLYPAGLYNLGNTCFMNSVIQALSSLPIFCAYLRDRYAKHCADDLVNSGRDKALPVTEA
LLGLTDSLNELETSRKVLRPTSLMSALAVTNKSNRRLLCYEQQDAHELLQLVSSTISSEEFDDYGLLSLREVRGLAVTND
GRSPPNGQQISPVVFLGTKVDVVLSTRLRSPLTGLLAHKITCRICQYSSGIRHQTYDNLSLAIPPLRQCSLDTIIGAYVS
PESIHDYKCDKCSLDATLKALDRDLVTQRSKIDGLKTARKRVNHQTRKKKAKKAINGTIVDGLHQGNETIPLIEMGEDVV
DAISLEERSKAIGDELRNELQKLVSLEKDREVVEHAFKYDVDAELPDTVKRIKYASPLSSKETLIATAPPCLCLHMQRSV
FHPTGAVMKNNCRIVFEEYLDLGPFCTGGDDGQYFGCGTSQQAWGSRTRVMSVLDGLGGAVGTTTILKLLNVSGEGGSQF
GTADGPHLKHLTESGGVQHMDSNGSRERQEWDEKSGQLVHDSEGVTAGASLGATNEDGKAVKLGAPAATHRTQEETPDGD
PKTISNGQSLMESTTFSTGLKGAAQLPSAGTDKSLADNDDGGTARCQIPNGVAKESTLTQAAPSSGDDEAEQEIVASLPN
SAERRDAAEHVLQHDLQTGQNEPKNEVLSGAILPTSSDTPQTVSGNGKSSVTADIEATTLEDCIKIEDEDFPQLEEVPTE
PQDTLDKSGSEVRKDDAGRIKGEEPPASKILKQSSSLPQPPYPYLYRLQSVVLHYGSHDSGHFVTYRRVKRPVTDKTDSV
SSTSTTPLLRRRRRVNQPDTDADSSSSGCPADEDGDRWYRISDDRVDLVKDFEREVIEHGASYVYMLFYEKVLE*     
>Spun_SPPG_07108                                                                
MSFGYCPDRQEPAGQDPQDLLDVQPMKIELDEPPTDPMDTEVHAVAEPQKPKTDIDSILPLYDDMQEEGNYVFKWKVSNY
NVLRTKEKEYSPEFEVAGSKWRVLLFPRGNRQTDAISVYVDSVDAHEQAPDSDWHRCAMFAIGVMNPRDESLLVQQAAQH
RFNPEATDWGFNQLTKLTWMYRGHESIGGPIIEKEEFIVIVWIRVIKDETGVLWHKFEKWDSRKETGFVGLKNQGATCYM
NSLLQSLYFTSYFRRATFEIPTENDEPSKSIPLALQRVFYNLQVSPEAVGTTELTKSFGWDTLDSFMQHDVQEFNRVLQD
TLESKMKGTKAEGAISRLFVGKMKSYIKCINVPYESSRVEDFYDIQLNVKGCKNLKESFDEYVAVETLNGDNKYQAEGYG
LQDAKKGVIFNAFPPVLHLQLKRFEYDIERDAMVKINDRHEYPVEINLDAYLDEHAVRTVSQKYHLHGVLVHSGDLHGGH
YCAFIRPGPEDKWFKFDDDRVIPARHKEVFEDNFGGEYPMARPGVKVYKRYTNAYMLVYVRDSDRDQVLAPITNDDIPEH
LRVRLDQERAAHEKQMRERDEAYKYIQVKVLTDDQIAHHGGFDLWNFNDPGAQISTFKVVKQDTFNDFKEMVGRHFKLSP
QRFRLWTMVGRQNRTVRPDAPIPENDGDLSMEKIQNKYAKTSNELRLYVEQMDDPFAAKISNGISQKPTPLPIRDDRLPG
TVNDIVLFLKYYDPFTSRLTYAGRLVVENRQHKIGDIIPKLLERAKLPPGTPLRLYEEVKPEMIDLLKPKSTFHQAELGD
GDIICFQRDLSLQEEEQLPSPALCDVTGYFDALRNRVTITFKEKGKEREDAGVTIVLSKKMNYSTVAQALAKEIGAEPEK
IRLLSFTHSGVAPRSGTPIKFSQSWTLELAFGPMFQPRDIVPNEEINGILLYDLLDIPVAELETKRYLKVTFADTQNKEH
GPFDILLSKTAKVSDVLADITDKLQSDAIKTERKGSGKLRMFECSNSSRIVRVLQPEDAVSIIKEGADIYVEEIPVDEEN
LAPGDKVIQTCHYNKDPSRGHGIPFTFVVRNGEPFTVTKKRLQERMGMNEKDFAKVKFAVIPADQRYSTAKPRPIEDDEV
LAALPWDGAVLGCDHIDKTGRNGRLGSFEKAIKIFYSKMTDISGITDLILRAAHGFNLGALVWDV*              
>Spun_SPPG_07831                                                                
MFSSIRFGDLSPADIAKVIDASSLVPYQPRWSPPDVSLKRPSIVFGSIVVIRSPDQAMNPALSSPVVIGPASSGTTSASL
KDLDSIVNSGAADNTTAFQSVREEVYHRSKSGQVSEKRSTAEGAIDTVSSRPSVKEMDGSIPYSQSVTDNSAAIRLSSKA
DSSDLANGHIVSEVDTTEPISPAVEGSGVQMDPDVDVQKEMEIGAAEVTTRDQERGAPPTETPTEPSRETETQPVSPVKA
AHQSWADLLKKHSGTTPNGVPPRETLSKGSKGKRSPADLTVSYQGTLIRPRGLINNGNMCFMNAILQPLVHCPPFYNSFK



KLSKELTHNFKAKSSLLSAILMFLNEFREDEPGRQLDLPDGDDEDAFAPEYVYDALRAMKKIESVKGRQEDAEEFLGFIL
DGLHEELLSLQKAHGPVKVNGHASEGDSSWVEVGRNNKTLVTRSTEIVESPISRIFGGRMRSVLKCPGRKDSITLQPFQA
LQLDITPANVRTIEDALINLTAAETLEGFTSPTKGNRGDAVKQNYLDSLPPILILHLKRFVYDNVSGTQKVHKHVEYPMA
LKILSEIMSPAARAASQYLEYRLFAVVYHHGRLAAGGHYTCDVQRQSGEWLHLDDAQISPCRPDDVVREQKDRQAYMLFY
CRS*                                                                            
>Spun_SPPG_08222                                                                
MTPATKRDSCRTKTSGAEVILKLLRRISAVANGAGVFNDFVLPGLRPLILYWRSAADATRVIVTDRKILDFALERPDGTF
RTVIPLSVLYDFVQKMTMIAKIPPSTGERLPVLDKDTDASQFTQIALILGLARQEDWRELTDTPSSMQILANRGALLFSA
AATLKSRYLELKSGCQAGRTAHLAANSKNHYIVYHNVKEAIKCILAHEPVLVERRWLDPTGALMARYEMINRLQSLLKLE
DHLGGFFWAAFAEDHRPYYSFWYKERAIEDIQPSVSASTRYLRWVGPTGVPNLGQTCYMGAPIQCMLAVDSITRILGEQS
TSKNVIDTAPKKLNMERRMAKNLNVEDLRRALLQQQGVGERPRP*                                   
>Ecun_NP_597569                                                                 
MDEGWKVKRPSSGAKVESKPFSVQGHTWKLILSNRCNRVYLALEYQGGSYHDILTAFCFDIDGKKYEYQYQFSMFSTDIG
MYIEEKERYVIRVDVRVRTGCYNSKEETGYVGLRNLGATCYINSLMQALFSIAKFRNDVFGLEPRGRVLLLQKLFKEMQT
GEHPVDTTDFVVNNIWVDDVHVHQDIHEFSKVFFDSLEKDSKRKDVIEDMIQGELVTYINGKCGCVRRIKEKFQDIQVEI
RDFFNNKLSSNLQESLKRYVKSEILDGNNRYNCEKHGLVDAKKGVMFSSLPPVMFILLKRFNVDFETGNGYKINDYFEFP
DSIDMLPFLDRDSKRKEESDATYDLYSVIVHRGDHDEGHFYAYLKINGRWLKFNDTVVTEAGEMEALEHNFGGRHPYKDR
IRDHSGYYLIYLRKSMANDLLNAKVVIPPRTEEVLSRKQDKTLVRCIRIDNIRNYRGIGFYNIDSYDYPLSSYAEFVMKE
GDTIKLLRNNIEKHLSTRKSLYLFECTRIKSHEKGETSDRPCKRVKEDTRELVGTNTRTVEEEASRIIEHVQLDYQRKVA
LVKDGVINVSADYFVYTCHPGVNFEGHRLIFLKVFNSIPWCEDTLPTSLRLCACVHMDGTIGDNIDVIGEKTGLDDIAVF
REFDFSSALDPSTKISDLPQGDVLVAVRRENVLEFLDFIGDFYRRLCVNVSCGPHNFTIFVKRGLKSTELEDRIRRFVGS
KEIFLRKEAVSDSSEFRTAPEDSVQSDPEPDLHEYLQPRNSVSCFISAGYQVVYLAFCNKEMDYNAVPHLHILVTKVGCT
SLELIKSVLVSRFVCLNPVRGHSLKTLRIVDTVRDTLYLKAFAMSEEFTTNGMCVIQPFVRRAIKTAYYTGMYKIVGFPF
FLQADVETVTEFRKKYKLFGKMVMFDGKSYTDLELDWPMSKFNDECFLLIERT                           
>Ecun_NP_585969                                                                 
MVVQKRKDNLPPNGLRNKGNTCFFNSAMQCILSIGELNTFYKNTDFPRDKPISNAFKQFIAEYETPGCHDPKSFIDKLSG
RIKLFNGMQQDSHEFLIQFIDLLHNESDGNKSRLESKDEFEEVRKHSLVAKTLFSMDKQVLTCEACNYSSVTIAMNSTIL
VEPYETVQLGIDRYYEEVKLEGKDAWRCDKCGRKESSRKRMEVLVHPDVLIVHISRFHPQGWKNTASVEVNDTLLFNNRK
YSLLGVVCQNGTLNGGHYFAEAKRSGTWNVYNDEQVTKGSRTYSGSHPYIAFYTL                         
>Ecun_NP_597577                                                                 
MGLPNLSRFREKCCYCYRSIGDGISVCDCGFSFCEKHRGIHLGKSGCRIVFDIKEVGSDLGIEIKNAMLGEEEVEELRRR
MEILIKPGDEDERVLSRDEEVRCVHGCPEGPSSIEMGNIGGLKCNLCDVKTRLWVCFSCGYVGCGRMQYGAEGNGHAKSH
YEETQHNVFVLVPSLLKEDCEIFCYLCDSNIRSRYNSAENSVTIDFGGADGKTEERSVRKVMSCRGIAEPEFLEKKRAPE
SKGESVPSPYVGIINSGNTCYISSVIHMVGYAVSKEEFDLEQHFEICYMKNPLECFFCQLMRVLSKMKETKDNEGVNRIS
ILDLIMLIWRDMPMFGKFAQQDAHEFLLFLLEKIREGERSYLIPPITSLFEFEVGRRVSCSGCMDDSTSYESMLMICTFL
KGNIRKSVEMFFLPDEWSCECGGKKKVSRFITTLPKYLIIQVGRYSYNNYKVEKIKDKIEMRSIKLGSFMSKDEADRSLV
RKLVDSGYPEEDAAKALGIFWNDESKARSLLENHAMMDMRTDSKYRVVGCINHSGDNIKAGHYTWWVYDNGKCFKIDDTT
VLNSNVEVLEDGYIFLFK                                                              
>Ecun_NP_585847                                                                 
MMAEESLDQKPASSSGQCEYAVSFAFAKSQGMFRRASCIDGSSNPKVPGPRVDFVPESVWKSMRDGLFVSPACGADVQLQ
PRSTGKAVLITFMIDELIPSASAPGSSKSVVVKVGWIFSILQSLINLGDLVPHEAPSHGGGMRRSRRVVNAIVDPTDRLF
DIVPEIMGLRLGLDEFMRRYRVLASDGRVLHPLARLDEFENRSVLKISKITRMPDGRVLSVDDHMRSIVRGLRNQGNTCF
MNSGLQCLMNCWKLSEYFISREYEESLNRHKAIHASLASAYYDLISQVYDGNLHAITPVGIRKSLGSIYEEYKGNDEQDS
VEFITKMLDTLHEALSTQSSHPKKKEKEKWWEHNRSIITDLFFFCLKSTLTCRGCGSTKVSIEPAVCLSLPIPRSMQHKD
NIVVFYESGRRQPVKIYADASTSIRGLKKLLDAEYGVLGKVMCIWYDGNRNMLEPADDVVLQDIPQTLFCYEYSEDIEYC
WVHLKTKRLFMDKSFKFNILIKASGYDGLLVLLEMKKTLACLVSEEVRCLLEESSISSYFKLENAGKTPREKQMNFPVAV
VISRAHEGKRLLSLFHDPLGTIREIGAPKPTLQHCVNRFLEKEDLHPSERLHCEGCNGKMMFSKKMDLEDLPMYLIIQLK
RFQYVNSSPMKISTLIEYPLDKFLLNGVEYMVIGVCNHDSDAVTSSGHYVSYLRKNGWYLCNDQKIERVDEVDKEHTYVL
FLERCS                                                                          
>Npar_EIJ88148                                                                  
MKFLAGFLQGKCQQCLDPDYKSIYFICSCGAELCEKHAFFHNFENHTKYPIQMALENGVLCVQISDNDCSLIEGALEVLK
YKGLAASLINKQQKHAPCMHIFKVFKEMTRVFDNISKISLNYNFSECCICSLRENRWLCITCGLVYCGGQRYNVMGNGHA
HMHFERTEHSIFINLNCFNPQNHEMQAFCSYCSIFMQNEIVYKIFNSRYTALSMCNECTEVDLIKRKEECTECTKGKLIS
NNPESSNLPSGYVLSVIQSISYCILNMGIIPIFDDLIITEKNTEFKNAVNEIIAKVINMLVLEKTEYIFTDHIEDLVNSG
FEPYNEDSHVDAARFFRNFMSMLKKNEMPEDDEKNLTTHFYILLRSIIICNNCKEKWDRSEKLCILYLKPNQSISEFFSI
KQLDKACRCGAPIKTVTSYLANIPNIMTIRLKKPTNSILGENTECKIQRTLSIPHRECEKKKETISAKRPSESLNEQGVP
APYENSHLITSRLIPQDIYCKLPSFFVKNHLGSKSISKEAFKPETKNSFLNYRLKAAVIYQNNTYGGYYFTQILDDRVFL
NNLDENVE                                                                        
>Npar_EIJ88146                                                                  
MFYCNDFTGQCSFCFRDVFTESLIYCECGTEMCIKHSHNHNEPAHTRIQLTITGVMPDIDVQVETPDENIDKSSIESQVR
QFLFTPSVEGIRIKKCTHLNPEGDINIETDKCTECDINSNSWVCIKCNKVLCGRQQYGIEGNGHAMNHYTADNEHSVYLK
VQSIDSTRKIADVYCYKCDDMISHDIYGRIRNNIKNENRKNKKSEEIKSSKVTENADISESDSSVVLNTMEISKRLNSKE



EDIYQRLETEGEKQIIPYFKVCADEGIIDLGNTCYISSVLQAITYCISATECSERVNPVYPTECERPKECFGCQFKKVFK
RIEWSHKKKSGNFSVNQFCKVISSIYPVYVVGTQQDASEYFLALLTLIESYSEMGHFTGLFDCFKIQQEIHTVCRECDSI
TKQKETASILYIGFNQTVNDLFAEEEVQAKCECGRKKKQRTYLTHAPSIFTVCVGKGLNIDENKENPTEFTVKDVAGKEV
KYVLEAAIIYRGTAQAGHYIVQVPLKESYDLGKLLFSEYEKEHVHSQKPQEISEHPKKSVHNEKVHKKHKPSTGITEKAA
YLVHDNDKMGIQKLLLPDATMLFYKLSNE                                                   
>Npar_EIJ88138                                                                  
MNDYCYEWKVKHQWGDKNIFSEYFTSYNYTWRLCLISVDRPYLYLEYFGYLTFEVFTDYVLTIEYADGEVEEKKVTFGFG
SQLEFGVEVQPKEKKKIMVKILSAVRCYEAKKETPYTGLINLGATCYLNSIIQTLFHLKGFVKELFKQPPGDKTVQMQKL
FYQLAKDTMYVDTKEFTNAFKLKNEDIDEQQDIQEFFKALLDDLEKEAKNTPFFKYIEDTFYGELGTTIRCEKGCVREIT
EKYNDLQLVMDLPYMENSRTSLEDSLHNYISTMHLKAPNLYHCEKHGYVEATKSDYCKTFPPVLFLQVKRFNMDYETGEV
YKLNNYYSFPKDLDLSPYTPDKSVDNKYTLYSVNVHMGCGMSEGHYYAYIRKRDEWYKFNDTYVTKCMEEEAIQETFGGR
HRYKNKIKAANAYYLVYIRTSQMETLLNSIVETVPEEIKQSVEKERFLSIKSKLEIYVPSAMNGYWGVGCFTPGRMYLKS
SPGVIELENSQSYNQVAAQAKKLLSKPNTAIDSVLLYTLDESGSESQLQPINPTEIVADLKSSSIFAIESDKNIKKEDSF
VLFIKQTTAMGQKYSLKVLIGIKSVHVVNKNACVKEWIKAGYNLSVPPFAEINGRPKEIEDNITFKKLFNGDSGVIVLDA
GVKVLTEYFTQLSSHKIYTVVHNNTPVSNYWVPSKTTKSEMQEILQKTMKSDKFKITEITENVIYLELEKNKVLVYLLAL
GDKTENINLIEKNAYILSDMVTAEEVLSTLGVKNESITPDTRILKAYPKVEQITTYKPTSTRISLNNLAFLTVQEIDKKI
KIEAAMRYSSETVGYPFMIDLETKKTAMELKRLYGLEESVLIRASSIKQTQLEEMAPVKKLSKNEKLIFKITYYQKYQLN
STCLYFS                                                                         
>Npar_EIJ87516                                                                  
MGCTHLNVEEVIESSSGIISKIESIEGAEQKLGCAICNSLFSVEVCIDCNILLCRSKGHVDVHWKDTWHKNYFVPGSGVV
SCEECAEYITIPDISRMMQTEQAPIPKKFQSLNLNWVKGFLNLKRTCYVSSLLQSVLSIEVFIQNLLEVNHSMNGCKSTE
CILCSLNRILFQMYNSTSGYVDISELIKIFWENNPAFAKSEYQDVQEFFMFLSSQVHGLLECNPAADKKCAIHNTFGGVF
MSSIICDCSFTEVMTEPFTSISMDIFGGTLESTLDKYFQEEKVVIHKECKCGNTESYTKKVEIKTLPNVLCLHLKRYQVQ
NKTISKIDTVVSYPEELTVGGKVFTLSSTIMHSGEIDSGHYIAYTRRNSQWYLTNDEEIIRVSLVYLLNKPVYILFYTLN
A                                                                               
>Npar_EIJ89609                                                                  
MTLSVGYAISSESYALCKIDKSAVINNKIILRDGIVDADSDYLVISCREWDSLISVHSYDEEVPFGTIHINLTVNTNEIV
KKFTVPADQVLFDVIKIVLYTEKMSRDEFTNRFRYEITPNLGLDEKLVRGEAEDVCIEIFEVSRENVPEKEECKPVEFRN
VGLTCYMNTALQVLLGVGELSSAIEEMSRDEICKYSERKDSKKGYNRKKCGDLLNAYRELIRTVRKKGDCAGKLREIKRA
IGAIDNRYRGCTEEDAGEVFSLILTNFNYLFEKTKYAKLIPDLFMYSAESVRIFKEGEEVVSKKVKPLYKSFVLNGSFGS
EGGPHSHVLVIHKNQLIVTGLCIHSERDTIGNIKKKISNSFHVETSKIVSILISNGKVGKVADEDLLACKRNLLEQPIFY
ITDEEIESIEFLFISYTPIAEGLAFFTSLFSGLKNVFQIPFLVRKKCNIAQFLESHLRIKRRDVPNTVLDIQQNIESTEK
HFGSMVVVLSNKYWDATAHIDIIKNRKYEVKECVHVQCVVSNWENLTVRERTPEDTEKFSFDAVEESTKFRRFSKYFCVQ
LPVGLGRPFKGDKSDRQKLFVEKDGLVLDGAVYSLVGILFTIASELAGIMWHSQKEIIRGTTAMTAQSLSLL        
>Ttra_AMSG_00094                                                                
MGSKNSRLLPHDEALSRFSAEDLERLTGAFSRAGPRGTKNTLSKAVFLRSVLADALPGTLGDALFYVFATDKHHSVLSYK
DFVVAMAIMFRSSPKEKANLLFRALDIDGKGFVLPVELKALLSVTDGEVVADDVVSRIRTNNIEYEGETVAGIDGPGFLA
WLNADRSSNSLAAWVHTVQGAVTPFALEPAGAEQHVTLALTLASITYFSVAEVKSLEKAFYTMKHPGNANALEAKTFGAL
LAPPLTSQVAMRIFERFDDNGDELVDFRELVCGLSPVCRGPRRAQLRFCFDLYDSDGSGRLSAVQLATMVNEMAVAGKTP
AKSASVGENASSSSSSSSSSSSSDDGAADAGNGVDFEGFVARGGVPGLDEFVHTLRRIAHVSLGLKPEHLEDEAAFIDAA
LKEGKEASRKRGVDVFLLPAEWWRGWRASVGFRGEAANRRAMPPFDNTPLISSKSGYRRELRHELVQNEDFVVVPQNVYA
ALGAWYPGSGPQLPRPQVMGSDQVLRVELYPLALRVIKAWPKSGGKKKGEAGILVSCPASESVAWLTKKVCAARGSRLGP
LSPSRVRLWNCDSIKSPKLLTNKSASLGEVGLKHDSVVMMEVQTETGEWPEEAHLVALLETRPRAESEGAAGGAGAGGDE
GESGASSGPVEPVVPPGLVGLNNLGNTCFMNSALQCLAHTGPLTEFVLKDYYLSEINTTNPLGYKGLIAKRYGEVVKMLW
SGAVAAFPPHKFRTTIGKFNPAFATFQQQDSQEFLAYLLDGLHEDMNRIMDKPYTELPDSDGRPDAEVAGESWENYQLRN
DSIIVDLFAGLTKSRLECPVCQFESVRFDPYLSLSLPLPVDDFTYVPIIVIWRDGTRIPTRFDVRMDPEARVGALKRKLA
RMARLPIEGLVLAVVSGSVVMEFVRDDAPLSRVGLSVYGFEILAPEGALPPAESDDEAEPASESESAPAEAAPTAEVEPE
SGSASESASESASTSTSASGSDAKGKGAAETIPETTPETAVEAVVSPTPRSALDIGSVFVIHRKLLKQEVYFVNPYKVHV
FGRPILITYDPSAPMSASEFYAEIWRQSKRFFQLEEPPRLDKLVRGRGRENQNGTSSSGSDSESGSGSETSSDSPRFPFV
LRKVNKYGTQCAVCPWYAFCLGCPIADDESVLDAGPGSVAIDWDLGVVAMYYSWRAERAGEDDASVARAREEEEKPVSLD
DCFGWFTKAEQMDEEDAWYCKDCGELQRAHKKMDLWTTPTVLIVHLKRFQLHRGRWSSRARSSTFRSPASSRGSILSTTR
SKRRFTIYTR*                                                                     
>Ttra_AMSG_00254                                                                
MAASRSTFEHRPSPLSAEKPRMSEDILPIRAWLLSTGTPAATIEAIDNLSWETLGAGNANRVLDRFRSWFGSKGNGMYLE
YTNLLENLAPDAVARVSTTDNLHSPNASSSGGDDVPVTPPRRKRPPRDWDAWRDAGSDDESAEMAGSASGWPAPDSTTPL
KLRLSPPPPVEPNPSLSRLAIANSATARAAAREDATAAAERFSSTHSLRHRRKRHRPPPKLDLSSVAAPGTDIAWTVCAS
VECTKDANPDDVFHPGFCSFFCMSRAEDAQLQAAMFESTRGTVAITPRGVRGLENMGNTCYLNTGLELLFNLPFLVSPRD
GLFAPSDASPRGLREQVAALARTRAEQAAAFRDAGDWERALASFTLAAALDSNREVLVRSDLELCTAMVASVGSLTTVRY
VPTEATTTPETEASSEASAKPEHEHESEPEPEPGTSPERQRSPTADPRELRPVRVSLSPEMERIATVLEAGKVLMAFRKL
LADVWMPDAATPLEPKAVHDALPPTRFGKWAQEDVHDLLSFLLDALETATSTADDVFELASAQENDATLDAVRDAHPSLV
ADATLGVLYHSWQCTTCGESRTVREPFSWLTLPIPDATDDDPDDRRRRGIWSTIVVDNVMCAGCDGPRPCERTTTIESLP
TVLFVALSRFAGSCALRKKTDTVRYPLASLVLDGASDGSYMLTGVGLHRGPFGGGHYTSYVRSLADTYWYNLNDEYASLL



AEPEVDVISPHAYVLVYTRADKWDAARTAVAGTVLDCHNLTTSIAGAESIRPVRPDLTTTPASPDAFTRPGTAISDAEL*
>Ttra_AMSG_00342                                                                
MLSGRRQLVIEESSGEESGEEMTSSAVAMVMSGESGASSSSSEPLFAEGSEYIVPRSELELEWHEKLSRSGVRTGLVNFG
VTCYMNSTLQCLTYLPAFSQYLVMGAHPREEECPIRDFCLACQMRTVVGNMLLGKKAVYSPKSLHRNLRHIGRVFHKHRQ
EDSHEFLRFVVDKLSDVDIETAAARRRQRPTGPAVETTGMHAIFGGHLQSSVKCPQCKRLSVTKEPYLDISLHIAGCRSL
ESALKQFTRPETLDAHNKYYCGKCTKSVRAVKTLQLLNTPPVLVCHLKRFRGMRKNADHIAFPPKLSLDAFMVNSPPVPP
SELPRYKQYSLAGVVVHHGHTISSGHYVAYVRAPNGSWFLCNDRSVKQVSIKTVLAQQAYILFYTATEAERLSPAVIDAV
TAATHKRRAKAARHAARRASARTLPRSSSHKSAKAKTPAVQQKRKLSRKERRAAKKAAKKAAKQQADMALAYRALEAEKE
RRALAAATAVAAKSAAAAASDSGFDSSDAGASPRKRRRGMKSWIVTDSPTPSAVGMGVKIDRAKARPAIKRLQERRRRKE
EQARQQQQLDTTADSGSESSGEPPVRHQPSPSPPKTPKTPKTHELPDPVPVTTPKSSRKGKRSAPRGEAVVIAWDEARRA
EEEAPDESASKAKLHRKPEMQFAWDAQGWEDDEASQAMAREVNRLKLQAERDMLKKRKRSKDDDLYDMGKKRKVKKDKGS
ATASAIGAGKRENAFQRVANEKNARRKVSGLKPERSKKSRAQNAYDKKSTRRMRDKERRSQKRALAKA*           
>Ttra_AMSG_00392                                                                
MAESVVEADSELLPPTGIRNPGASDYLAVLVQALTHVPPIRNRLLFWDNPDGDKVADAVAAGTPLSDAVEACARSAMEDD
HPSYRITGALQRLMARCIAGPREQAAELRDLAAAFGWSGADLAQGHDAQELYAVLIGALDSELAADTVVEVSGEAVGPSP
NLISSLLTVSVKRTITCSEGHVSERADPAFSLQVRVAGQLSLVASLHDTFLTSETFDGDNQYSCSQCGVHRDAIMRHSLD
PDLPPVLVFTLARIDFDFITFTRRKVNSSLEIPATLSKADLLNRPDAGADADVDADADADAPAYQLAAVVCHSGTANAGH
YTAHVRDPASQTWWLADDANVEPSPLADGEWDPRR*                                            
>Ttra_AMSG_00466                                                                
MLPPLRHLIDAHGTTAPTVLQRTLATLVKYLDNIASAPNDLRFRRIKTTNRAFSARIAPFGDALAVLASAGFVAHSDDAL
VLPSDAPLEPLRAVLDDVRAALPIAADLVAAAAASDAAVAAAMRQRAVDRNDQARRHADRVLAAKTHSRKRASLGSTVLV
PAPQSFAGLANQGATCYLNAYLQTLFHCCAFRALVYAIPFAGSNSVIGALQLLFCELETSRSAEGTSRACVSTRGLTDAF
GWSSAELATQHDVQELSRVLLANIEDKLAGTELAPAVADLFAGTLTTTLASLPLAPAGETFVSSTDEPFYDLTVPVAGHA
SLEAALSVLFAPETMDGDNQYAAPGLGLRDATKRTLPSKLPQLIQFQLARFAYNPTEGRMAKITSRFSFPVQLDMPCAAA
PSRSYNLFAVLVHAGGSPAGGHYYAFIRTGDSDSAESWIKFNDAVVTLAEPAEALDANFGGGTSSASAYMLLYAAADAAD
VLGAVPPPPTALVDALADAKLVAAHAAAVAAAPEVVVVDLESLHAQLVAVAPAWSPSALFATALVNAAAASPRVPLLPAL
LDELLTAGSLWALDLHRCCWNMIAAPSATSSRVPTVIVRGSGTDSGLVAVHLFSVTARGPPRVTDAWLADANPDEPSVVH
RIEAWLAGQQLAQAAVAVAAPDGKIPTLEWAANPEEGWKAACATVVGAANALPPTLAVFALPVSESEPLGEAIAELSAEL
TRVSVTFEPRDAVRSTATLRLGRETTLATAAHALHLALELDAMSQVVLVGLNAASGKPRSRPFTEPDMTLGDALERGAGV
ARLFYDVRAGDRIVELDHGARMLARVSLPAPPRLVEVPGRTAAQLLAAAGLNGQAGVGVVQAGAVLHIFAGADVLTTQLN
DGRYRGAKLCLVPVVCHPDVTLPLDAHATRFAAVIQVVALGARYELVDDDFMAVALPQSCGDATVETVCDLAGAGPSAQC
VTWPLPPNKPEPLARSERVAGALTVIGVVLRHVADHGDSSRPARDLAAPLTIHN*                         
>Ttra_AMSG_00520                                                                
MSCSRAHAAAHAATHPDHSLAVVIDFDAVFCFACARFVYDNAIDAALAAGTLAARARIRSWAVPAAHLRVHSAEWLVSAE
DMAAASQRVGVKRALGEPSSAEASEVDDVGMRIKKRRRGLRGLNNFGNSCFMSCVLQTLLHNPLLRAYFLSHLHDPTKCT
VAKKRCLGCNMVSLFTQTLSGSSLPMNPSEFLHSIWVHSKYLAGYEQQDAHEFLISVLDGIHTHSRNQVPLPVASVPLPA
RPAPRCSCVVHSVFSGILSSKLVCLSCGASSPSYDPFVDVSLQISSEVKALEQCLLNFTSSERLSVELPCRACAPEGKRP
FTKRLQFQELPLTLAIHLKRFESHGGTATGSSVKLSDFVSFPLVLDMAPYVARESQSAFAVVVHIGSIDAGHYIAYVRVP
APTVGAAAVPASQLWFRCDDAVVTLATVKEVLASEAYLLFYVKREIDYHDLGKTEIISASSSTPRAARSSVLSPTASSPR
TFPPQA*                                                                         
>Ttra_AMSG_00606                                                                
MSAQSDELAAFAPSKKTALGAAHSINPFTGMPSSAFAYLAARPESGGMSEEQGRMVSPEPSGGDGNASAPDGSAGGSAGS
KVGASGGGRGQQGWDNTPVGRGGKTMCYARDEGAFAGLVNQGATCYLNSLLQALYLTPRFRLRFSAGTLQKLFARLAVSE
KAALDTVELTTSFRWTTAEAFRQHDVQELLRVLFGVLELVKEPESEAGVVQALYGGTLRDSVVCLGCGHAAVRLDAFLDV
SLYMDATIGSLEQALAAFVAPERLTGDNQYACSGCETKVDADKGLTFGDLPPVLSFQLKRFVYDWQANRRVKLNQKLTFP
LVLDMAPYMADSGEAPMLYDAYAVLLHSGSAHSGHYFAFVKCPATGVWHEFNDASVRAIDDLETALEVAYGSDASTRSGS
AYLLLYAKQGASGPVPAVPSELRALVAAEDAAWREEVANHLREVRTMRFTVVSGSQTVEVALDQGEPVAALKAAALDALH
AGADGGRPADDDARLRAYTRFASGATMAGAPLDTEPEARLESLGLGHRATVVLETRAAGEKFATFDPDAFLVVALAVTHD
NVAELVAQARMPVVDGMPRVWLKPTMDFDEAAAAVQSAVPSLEACGALAWYTVDGATLHAVHVRAAAHPGVPLVELGIRP
GSVVYVEPATSSLFGTVYEAKVTSIVLEYNEPVAEDAKVSGPVAYTRSVSLSKHRTVGELKAKMAMALGVEASGFTIARS
PTDEQLKDETLSLEAAHLFDGAPVFVRLGTPLAVGEYKVRLVLYDPLHPSGRALWPLRHAVVNASQPVADIQTAIKAVID
EHYPPTEKTLAAAPNATNKFRLKHLRLRTLAGPKRVGKVLFRKRSLRVQARVKDGMVLVVQPIAAPEELTPAHVVFFVQA
VDAAAETAAGVLIASSRSEVVFKRAAKAVEVVHELAARLGLDAELAVAVAPAFSKLEPTAVRRLKWRRVAGLKESATLSG
PPLNVTDGALVLVRDARVAFGDGAGPAAGPATGSRRKRGARGRTSGGASGLITVTVDRPRPKERPLQIFTEERSSSGA* 
>Ttra_AMSG_00678                                                                
MAYDNGGGGGEVRGEVPVLKVTSKGEVVALEAAVEASTVDGFLLKRGGTVINRWQKRRFVLANGLLYYFGRNANKSRGSI
ELAGCKVVDGHARKRFGIAIHHPAGRVYLLAALSAGSKRAWLRALVACPGVALSRASVLPTDCGAAVGDVPGARGLYNIG
NTCYLAVVVQLISLISELSAFLRDNDAVSAELNETNVLGYGGRVARSVAALMQSLWAEAAALPATDDASAPVGKTKGRVK
AKAKAKAKAKDNSGGGGAADNEDLAPPAALDPSEFKDVVARAASQFAGYQQHDAQEFLCWLLDALHEDLNRVQVKVAVPV
AEAVAGESEEALAARAWHGYLLRNKSIVVDLLQGQLRSQVSCGKCGFASVTFDPFQYLTVPIPAKQTVKVPCVHCAATNA
SSWPITSLCCTACTKPFSISLDTLPTPSLDECLELFCKRESLTKGNQWYCPKCETHVDATKQVSLYKTPPFLLIILKRFA
AVRSGRRGKVHLPVSYPVELDLSHIVSSPQPSEPRYELRGMLEEQLQSRDAYILLYAPPGTNAATGAAPATRPRRQTISK



PSSWPHAIGPELVAAFKDRYEPIDPCQVGHAVDSDGGGAEAADLDSGAASSSATVIATTEPGDRSGKADDDDDDCRDGAH
LPDAASASTSMSSTS*                                                                
>Ttra_AMSG_01031                                                                
MDEYSLDAFNPREASKAATGAGKSGGGGEGRRVGQWLPRAAKGRGDAGYVGILNQGATCYLNSLLQIMYLTPELRAALFA
LDQEELGMSSQALEVADDGSVACAAMFQSDNSDAGAAPTTGRGYGVSDVDDVGASDAAADESDDADTADVDAPDSPAADV
VVDDATLDLMSGMGFSMAQIQAACRAYPDPADSEQRVNFVLEGGDLSRAGRRRATDRSTGKPPRSFGPSYRHGSHNREPV
VAYSSRPGADSSDSDSSAGGFGNMGGADDDLDLFGFGGDGGDSSSGNDDGVMDLFGGVFGENDDGDDNHTADSDDEPATV
LAPAPAPAPAPAPAEAEDKAKARADAVPDALLEVAPDVEVEADAAPDAAPKVDAEPTVEVEADAAPDAAPKVDAELDVEV
EADTAPDAAPKVDAEATVEVEADAAPDAAPKVDAEPDVEVEADTAPKVDAEPTVEVEADAAPDTAPKVDAEPTVEATTDP
APEPETPQLKVLLQLQALFAEMHSRNVAAISTRSLTRRGFQWLDNESLQQHDIQELNRILFDAVEQQLRKTSAPNTVRAL
YEGTLLNRIICMACETARDRPESFLDLVIPVAGFDSLPAALDSVLDYEVLEGDNQVSCAVCDSKQDARMGAKIAELPPLL
VCMLSRFDQLGLPFPLVLDMAPYTADYVAPDAGNPDAPYELLPSEGELFQPSVDPASPALFDLVAVVIHSGGAYGGHYHA
YAHDVAAATNVDPASLPQFEDPALERARLAGAPNLAGWYDFNDSQVTPIPVSTLASQYGQESATECSYMLVYRARSSLAA
ARAAAAAASPPPHLAALIASKDAHYAAVRSEYAEMANYAELVVHSAANYVLHNGELTAIKRRANVIAPTHAVQRMDIDLR
HTLASLRNDIKAAFGSAVPGSPEDMLLHSVSTRMGKLLLSPVTTPPETLLRDAGFDVDGLVLLAWDGTTVDGQLWTGAEE
KIALDLIFYPNAANCNDHVTIPVRLREVDTLAEAKAAIAAQLPAGLEHLSALPDVTPAALAAVAAAAASGDWSRLLLSRL
DASGVAALSAEPETRIAALGVFTLGSKLTLELAPDDGAFLAQAHFIERQFQLDICVTDSLTVQFPQAVFKLAVKKTMTVG
ELKKLVFEQHVDHTRLPPTGPWRTSAALPCMRLARTSGWGLHGNQFASERLSLADAGVVNGEKLVLEEGEAPDPDKVNVR
FVYGSADGDRLSVEQSVRCAKSQSLAALKALMAARVGAEPAAVRLRETDLWDGPAGLYADESLALDDANIHADDLVWLED
GKPPVPGAMILRIELYSPPGAWSVDAALAPASAAEGDESPPMPPASASAIDAMIARSRDVETASDSALAGSEMSSPVLRI
LHADESRFLSFGELEVSAFDSTRQFLESLAPRFSRCGGNPAALRLWSPSHPQRLLTAPPFGTESEADPLDVTLGAHQLLD
GQSLTVEIVDPASNALADTDLVLYLHVRSPLRRMWSSVQEFIFRAATAPTPESLAAALSKALGIPLDALLVAKYDLGMAQ
WRVVTRGSERGAHEASAAAAAAAGDDDDGMGMAASNKQSKTLSSGSLREAPYFIAHGDVVGVKDMREDPADNDNFVSSSS
STADFLTSWSATSAAGGTAPSGSGAEAQLRINY*                                              
>Ttra_AMSG_01226                                                                
MELQLDLPGTTHALVSYPPANPAAVPRSVRRLAEVTLPTCRQYLVHDVPGVLLAISYVFPAAPAGPKTGLYSGSGSHDVL
AEDLADAVIDPAHRLYAALPPADWATSVYYIYLLNVWGRIGGFDAVVDRLRSESSPSLSVVFLLLKPIVAAAPFFTAAFW
TAYYPALAQGILAALEAASNAALDPLFAEVAAQLAALDTAALESVELASIVPALTALRLTIAARPLLAATTPLPPLAARL
AAIDDLVRLVDVLDEASAPATTAAEFLANPALLAATHDHASLLTAASPLFVFLASMGELQLVPLQALVRVGSPASYALLA
TLAPVVDVGLARALLASLATEHPASQWTESLVGLAAALGADAETYFGLIASATPPPHHARSLPALAAALADAPKGTPATL
FLRAINGPSHGLMLDTVRLLLDAPGVIKKLNARNALTLWNTFYPAHPEETLAVFDGVRETAARSVLDAIPLPSAALHHPS
ALSLYAAHAGSAVRADFLFRVVASSVAGEPLWKEAIAVLRSHLRSLAGSKTKKLRGFADAALTFVDGATPGSASVLQALH
TVLADDDARSQGLAGPPTVIKCLVLPPAERALQISLSRTALLSALRAALATRLRLPKRGFALVAHAAELPTLADSTPLDA
LGLSDGAATVYVVPREGKAASTGQGVALAKASEKGKTETKADSVASDDADDSVDDDQASAASHGWFGDDDDGSDDDADDE
GRQALRAAFSHPSYVTVLLSLLEVDEGTVAGAQVSRAAFELLLLIPPVDGESSEESVWEVALREAYRAAYVLHHQASHMA
TEAFLDGGHAPAALRLLVSLSLEMAGTEPEASLWALAGALLRLLSTVTLASTASRSPVASSLRCLLPVASMGLMAAGPRS
VLPRFRADVVAAAGVEAELLAGAVVRVLLAYAQQEQLGASGLAAVQNSALLLGALAFETPLVGHLDAATLTELLLRGASA
DFRKAMVSGLFSVCAVQREVLDVVLDVVLVSETLNAVPDQVDAFFELVSALVEDPSFVREHEVGVLVDLVLAALSEGEPH
IEHESVLRGWLRIGTALAAIQPSVELLRDVFDGVLFGRRARAREPATRAQGFALLHSLVRADPERAFPFVNGALQSVLAE
ASQLRGWDYCASDMRREPGCQVGLVNQGATCYINASLQQLFAIPELREGVLDASVDPQAEAADHVQALRRVFAALAGTEA
RFYDPIGFCRTCRDITGEVIDLGEQQDANEFLNLLFDKLDSGLVDASGRRGHLLPHLFQGELRHSVECSVCASSFERTEP
FYSLSVEIKGQSCLAGSLGAMDAPEHLTGDNRYFCSRCDGYVDAEKRVRVGKLPHYALLHLKRMEFDMRSMRNVKISSRF
EFPRAGDGLLVGYELTGVVVHAGTADAGHYYSYLRSDTGTWSEYNDTSVHPVAWNEIEDEVFGGDGRSASAYILVYRSTA
PLAAASSATGPSTTADAESVSDNGSSNSETSTDSYASSSSSSSETDSGSSDSESGDLVVARHEPTASLGSAVRAVAFVNK
LKRARRAVDPVDEPLSDGESDTEARQPEQQQRRRRRRRRRRRCSVSPAGDGSGPREALEGEVASENRRLAAFRALFEPGF
FGFMWELSHVEVGNEDDAAALAGLEWRFVSQVLARARGHPLVELWGEQLVAQAVSSAAVRAELVERWTSAHGWDEVVALT
LVCPAAKVRRSIGLAVANVLGLLKHTDASWRAVAGRMAALVPSVEAYNKRRWGEFVHMACSTAAGSRRKLEVAVGEWGVA
DAVVRVVVGSRRAAMRAPNPEGVRGLLAIAMAGRGAEGGAHEVLTSYALLAKLAQQGAPTAEVCALIGAVAHESAVASEE
LVSHAARLLDAVGNTEGALVAVSSVLLAIAAVDDGLAEWRRDVWARELVAALQRNAQARRSWIPRFVADILVAGLARKEV
GKWAESINGWMGAWVLVESRKGWKPFAVAQSVRSRAAPLAASERQSVVRLCPLIAKEYNDHMGGVDLNPKTRKWWHAILY
WILDAAYALYADASPRPAMIRLRTASISASPTVFCCGSH*                                        
>Ttra_AMSG_01865                                                                
MFDMFDLAAPPRGDAGLVGLLNQGTTCYLNSLVQAIFHTPEFRSAVYSLGFDELGADADVLAGFEAEASGAVPDVAGSAE
ESAEDKLAKHAANIETLIGFGFERAVVEYGVLHAPNAGSVEQLLDYISSEEVQAAAMAAAAASAENDDGDNGSKKKKKVR
KIPLQLQRLFAHLQLSDEQAVSTSLLTESFGWGGSSVVIQHDVQELNRVLFSAIQSHLRKTSQEDLIPSLYQGRTVDVLQ
CMECGTAREREEVFLDVSVIVQHCATLEDSLTCFAGFEEMDVPLSCETCGKRTPTMHSTAFRAIPPILTISLNRFTWKGG
KRVKLNSRSAFPLVLDMAPYMDNDAARSSLRKRHEKLEARRAEMRAKEEARAAKDAAAKSGKSKGKGKGKGKGKGKDKGK
GQGQGNGKDKGQDQGKDKSKEQTLSPAPVQAPSQAPCQAPSQAPSQAPSQALQTSDHNPDSDGSPIVDVVEPTPGSCAPR
PVSASTLKGKEPENASASKPDSAPPAPKRVKDHPLPKLYSSSKINMESEHLYDLFAVVIHIGGAYGGHYHAYIRDFLDDG
DYPFTKAENLSPSMIAELEACGQWYDFNDADVSAIHPREIGTQYGGQKRKESAYMLLYRSRSQVIDTAALTLQPHGHWRE
LIAANNAARVIARKAYEHAQNQIDITVYTPHLLSIADDGSICNASLQASLAARRDLAAQLTALEKAESEATFFAGFDMFD
GESDEGSDGDDAGSLVEDTAMTVKDSIRVQLAELDAVINKANEGKIKLTFDRTLSLASFKDALAEALGLSRAELDSTHPR



LDIVQVVDAMFKLVKVVEADEGELSPSLCDVGIDGPVELLAWTGTEVNGVAYSGSLPDVKRVRDLTFDVTYFVAGEPMTK
STFSVTISSDQTVSALKALVAGSTTLAANDLLLCKYDAVGIRPLTNPGRLVDDELSGVKKLAAEALVGPVYRPDSLAIEE
YELLSSQLTLAIWDGVSGPSAASAEPDERITWPITLSHHLTVGSLLDRLAAELVERGTTAAEGGCGVDLSSLTGAKLQIR
KVVSGAFPGPVVRKTKATLLDVGIESGQTLLVEPATEDRDDIALQFVVRKARSREAISSSETVYTVVVPATAKISAVKSR
MAALAGVSPKGYRLHKTNVRREVTRSGQLNQNLGLVDALSLEPNDLVVLEKGKEAKKETQISISLVNFTGLPSGAPPVVV
AGDASKSDGDDDNDASSATPEEPPTCELGLFSPAYYLQRNRFDTRGHSLFEEMGEVVLSSRSTLLQLKAAAVPDVDPNQQ
VSKLSNSCLSVHVVDAPLVVTKASTLIYIYKVADVAAPFEAVGPVVVAKDSSSKTVTAAALAAAIETAYPSITASAASAR
LVKYHHRSNSWTPLPPTVHHAAAHQTVVAAARAEDAGEEAPASVIDADERGLADCILRAPYVVRHGDVVVVVPGCDDDVE
AFVASRTGDLSAHRQPKPKPRSRGGDNGPVSSTRKASARMRYVEHALTIAEFDVDSSSSSGDE*                
>Ttra_AMSG_02017                                                                
MVWCYGCDAEVGLLPDRALHEARALVRRYAGLGDHVMDPSATNSDVQLPAVNAAPPALKGKRNSGHARSAPGKISWWDGG
VECGATKAKPKAKPRRNTAGKRGRLKGVAPGMCGIPNIGNTCFFNSVLQTLAQMPPLVAGLVITPRPAGIAGLLSDVLRT
MWKPSSGSPNPRKLFGAICGLAPQFRGFGQQDAHELLRVLVDGLRDESDVRPPLVDTVWRGEMVSVVICDVCAVPSLRRE
PLYDISLPVGKPRAAATRPHSGYVAGAGYGAASSSRRGKRKNKRKNKRRGQGLAVDDWYNPLESAIPDRAAATEQAAVPG
HDALSGELSGFRDGTGPDIDHYVGPGVAGSVSFHRLPPELAAAASATPITLEGCLAAFAAVETLDAANRYACSACTKAKL
GSIEAERGEPLPQQVWRKRRVFQTALKQLVLTRLPPVLILHLKRFDQSRGRMAKLGAHVVFPPILDMAPFVASDLPHVDA
VELAHSSSSDSSASNDDDDATAHDDAPLTYALVGIVVHSGSLHGGHYVAYVRHSDAIATAQRRSDSNAADPSVDSEPRTR
SQWLAWLHASAWLYVSDSSVSLSSLDDVLRQQAYLLVYERIECAPEPVPGPNAQPSDASETSDVPDASSPAPVT*     
>Ttra_AMSG_02059                                                                
MLGAPADEAVDDGVPGVAETVPVIDEVTTAMTAGSGFVAMRKDVREKVDFEVIPEAAWRMLQEAHGDGSGPELCRKVVAR
GSGNLGVELHPLVLHLISYTSRNGFGPRTLVVRPRECAMADLVGDVRAVFGWSSETPLAMWRSDEAAPTSETAMQRAEYT
RVALKAATLDDAELLDGALVVVVSGPLAESGQPPWRAAGTGATVEGRAGLAGLRNLGNTCFMNATLQALSNTPQLVAYFA
SGAFVRDVNVENKLGTGGALAAAWADLVRELWLGPKASVAPSKFKRVLGQLAPQFSDFKQQDAHELFSFVLDGLHEDVNL
VTDKPVTEKLELEDGQDEAWLAGESWATHLQRNKSAVVDLFHFQLKSTVVCPQCERVSVTFDPACALSVPLPSSGKARIG
LTMVFASATSPPLKACLELDAECNVGHLRHQLACLTGVPSGQIVIGAVDDSRLGSTFGNKKALSKVPRAGGDGPSVVAWE
LAPGSSRALYVLFRRRDTRVCGGCSAPATRLRCKQCKVQYYCSREHQVADWKYHKKRCGVASTPPRARMVIFGTPLVIGH
DLAAPQLTGRALYATIEAAIAGRVSKAWANGPSSPPPYLLRLCDADGISCAVCEPEARCRGCAVAWDADEPVAVPKRARV
VVDFGGDDGGSSVLLGAAAPAVEIDESAARGTGITLGECVAQFEASEVLDEHNEWYCSVCAQHQQATLQMKMWSAPRVLV
VHLKRFRRRGWTGFFGTKVTDAVDFDETLDLRPFVAGDVDPGTGEPFPASMPYVLYAVVNHMGNMYSGHYTAYARSPRAN
LSQVLAERDADATAARIGEVASDPCHEQWWLYNDSTVSRVSAARVLSDRSHAYMLFYMRAW*                  
>Ttra_AMSG_02566                                                                
MEVVEFETAKAGDKKYLRKYFAGLDAALSVDKSDPRPHLARMTEHMEVALATMAGKDDGEGEKAGEEMDDAAVKAAKAAA
KDKKVFAEYVTETILPLIMTSLLDREYMAAAHIEAMLEFVGQVIDAVVDAIRSRKHSDAFLRSLEPLVTASMDFYTKHGV
ESDEDVSPEERAKFFLTTGSSTQYAYIDSTDPDDSVYFARVISQLGERGLFDAIVERVACGERLESTTLLLFVRFAKAVE
DDLVPAFLTSYLPHLTSAVLRYLGSLTADEAKTQDLEDLSECLNLLAKMSKISRDAEVAALNQALQQAKLDLALTYIELP
FLAPSLKGMGYLRHLMAVAAGDKDENAAFKKPKRRGNMVSYYPAAYTSPAAAVAAAALARSRGGASASSGSSSSGGEKGP
IAPPTLITIPFLLRWMDDQSLMERVLKAGHPEVVKGGSHILQFIAEHDVLSNDVLDSMWSTVLTGHESIQAKIFEVFLAL
IDVLPTVQVDYIYSHIQALEPERFDNQVLNFVSDFTLKAVAKAEDGDDGDGGDTGDAPGASSGAGVRQPASTYGLELFWN
ILLTASSDAVVRETCNYLQRLLGEFPAHREAFVEKCVANLASGTIVATSVALLSSILDSYTPTSLAEALVELNDQHSLLA
VLVGHVASGSPAARDDLSCILALLDSVLTSSPLELETELANSLWDAGVALGASAEVIDWFYSMSFATTLVDPYTKERSYT
ALPDAVKAELFTSRIASLAPADVDAPSMRLYAAYFRDVNARAGTLRKISDIMTRTLAFAGIEGESFVWQVAAINADAEVA
TEALFILRDVYVNVDDVVPAGAARTARARATDAILAELAKGCQLSGPRMIWLLKELVVATRAKGALQALDRSSPGGRLVT
SAFDTLFGLLAEPALMDGVWELLLLLPDEPKLASAVYGLPTNEAGLELAVTPYDPAKEPGPFTFHVFYVARMIKAALAVP
GWAEAFVAHGGLEYLIGVFTTKEVLDTSNPAHVYGKRAASLLATLINAIFNAPGLMSAGALAASLDTAFIHNLMSQVAEL
AAPQPGGAISTSLVMSRPKPPSSSRGTLIANCHYAATPKVLRFEVEAEGPYQVAVYCVDYNTNRRIQSLTAYLGDDHSLG
APPKEEGVEHEAAVILSGPQFHNGQWVVWNVYGKGAFNIRIAVVDTGGPNWTFSAFLLDPLSPGDSEPPAGADLAFPTLA
AIDSSTQGRWRGVYGSGGGVLLGKTNYPVPSSVPSMGLGAWTTNKASKYEWISELTSDPRAMQQVGAEPLAAAAAAAEPE
PLASGKPEPEVDSTEPCEPELAIAAAASHAASADAECVVPAALLEGVAGSTSKSLIEMLFASVSSSADLVRSVLEYARDG
SSFADWLRATLVGSADAGVRSGVRDGLLGLGATPAGAELRTLLEAELTELGALRASTPMPDLTQFFDVVVALEAQVATPP
LALFEAVARRVLEAPILEDDDGEVEDTLLGGELRLLALFLEKHEACRKAAGKLRLEPFLFDVALFGEPESRDEPALPLCK
SPQARAPAFGALVTLTLASDKTATMVAKLLSHLKSAALPTGEEWNVDPANPTGTTAAADALTGYGRGSGRSERSVCKYRG
LKNQGCTCYMNASLQQMFLIRELRDAVLNVPLPGEASDDEQAKNIMFQLQLLFAHMQESKESYVDTIGFCRTVKMNGDFI
RLGQQEDANEFLNGLVDQLEPHLKGTPQEHVFRDVFGGTYMNQIVSKECEHISERPEEYLTISVKVQGKRNLQEGLEFLV
QGDMLDGDNKYHCEKCDAKVAANKRCVIQHLPNTLALHLCRFEFSFETFQNVKVNDRFEFPETLNMKPYTREGLALAEGL
PVNDDEIRPDSYYEYQLAGVIIHSGTANAGHYFSYIRERDGEPSIAPWYEFNDRRVSPFAKDDLADKAFGGAYSGMSTHS
KSFSGYMLFYERKERFAARVYDSVPLPPPSPVSHDPVILAKLWHDAIKRAQRRRLLGAPSLAFMWDVFKAAPPSMATVEL
GTSLMFDLLCHCAGIDDMAERMRYLQTLLLDSEPELASEACAWMLKQLASVLCDWLRNVLVKCPLPDVRDAASDLVIAVM
ARVAADEAAVAAAAPPAAADDEAAATKPPLVEEFGSRVVKVLRLAAYRSPKTTGALVRVLKAYAESGPAARSSLVGIGAV
KELCQLYMAWKTPVMGSKSESDAAPAQLPLVELIVLLATADDIASVELSEADVEKLFEKAFVTAVSGVPAYSDLVAALIA
RWCPSNELLSDRLLLGISSGVNAYFDTAPQSSFAAALEALLGIDDELATSRATKVATGLLALLIKNLKLARAKTFIVALI
CRIALISQTVHDELVSATAFLGMIDKHASFRDYLRSDDVRPSFVAAFPELEQAIAFRDASVATTPADSPAGDAASTDLDL
TAGADDDDDDAVEAVVQGPALP*                                                         



>Ttra_AMSG_02584                                                                
MTSECGHLEQLREVSTSLEDKSFLSVLDSGSARCKCGAADPSLLWRCLGDSCGRVSCGRTVRGHALKHASRNGAGHSVCI
NVASGQVWCYGCDDELWIDATTANAKAILRFRALLRGDDPDAPDDEGEVADMALSDSALSMPGLPALCTPQLDEEVLAAG
ARPGSGLCGLRNLGNTCFLNSALQTLSNSPPLHRVMLALEPEMLPAPRSRVALLPKFHTLIRAMWTARRDYLAPSDLVRA
VQVINPVFRGYAQHDSQELLRTVVDRLHQELTLELRGPPPEAPKKAQAQGPAKVQEKAAKAKAKAKAKAKAKAKAKAKAK
AKAKAKAAHGLSVTSSSSDSASPEPSSPSAFSSASPLSHEHGSDAGSDGSDGSTRRKLEASLIADIFAGEMVSSVTCSNC
GTVSATREPFFDVSVEIPSKKARAKLKGRTSHLLGEVGAAALDADASPGGGTYVGGGEPPLGGSNGKLHGKDKGKGKGKA
KAKSKSKGKAPASDEVAGPGGEAGGESGGFFRGLASIFGLGGSSPLTLQDCLYAYCAQENLVGTERYHCEKCDEKHDSLK
ALALARLPEMLTIHIKRFRYDSYFGSKVTTRVEFPFELDAAPFLSRREPDVTTEAAAASYRLSGLVNHRGSMTGGHYVAY
CRNAVDNEWYLFDDTRVSQVTPDAVAAAEAYILVYERVAPQAQAVRDRVFRALDAAAGDLAAPDVDKDLVYISRHWYTKF
RVLSRPGPVSSADVVCEHGGLALPSPLDMAGELPPDAPLPIFGIPDHVYTLLVSLFGAADPPLRSPEPCAACLRAARAMA
DQRAKEKHFIARNDSSTIAEGECWYLISNGWIERWHAFTTGTDVLPGPIDNHILLDDSGEPLPRLRKSYDYRGLNRAVWD
FFVSQHGGGPPIVRAQLDIYDPTPIATTSPHSSSSSSHDDSGPSAQERAAARAAALKAVEERKVARERAAALAEDASVFS
YTSTRPEPEASAAASLAQAPKEQSKYIAKLVAKAKERELEIELARERKLLREQENGAEEFADKPVYVTQAYKDKLAERDA
AVAALALADTEIASHNAASPAEFALSVRAPPPAPVSGARSRSRSRERDVAPGDPPSRARAQRMAPSVAAAVAAAEASRNR
EAAAEAAAAAAAAAAAEAAKAAAAAEAAAAKAAMIEAARQRAVARLAARAS*                            
>Ttra_AMSG_02908                                                                
MSAMDEPRQATDDASEADRILAQAMLSFEALLRAKSESPPRSPRTPPPAKSALARALEAADASGSRQKDSDSAADRPPDP
VDMEAYTASMPVRPAAARKPPALASPHRGPVASSAADAHRDSGSASPYLLLHASSKAALARALPRDPLSPPAPASSKRAV
SFAGADDRDHSRPPLSRGSQLHTHSQRSSRPGSRPGSRPGSRPGSRAGSPPGNAMAVVPWSPAARSQQPVASPPVTGSLP
QRPSFLAYPLDSGGEVGLRNLGNTCFMNASLQCLVHLRWLSTYFLSDEFRADLPPPPPDAPRPLFAELPLGQNSAGTTDD
DDDDENEPLRSSTEPTDEDVPAALSADTDSTDAVPPGALALSFAEVTRALWSHAPMFAPVDFKHQISRIAPQFVGYAQQD
AQELLRFVLDGLHSDLNRVRTVSAHPAPHSSLPGATPSEQAADAWRRHVARDNSIITDVFGGMLRSSLTCSECGHVSNSY
DPFMDLSLRVPGPPQATASAHDPDHSYVPPARTLYLAYTDMYGNPVYAQTDSARFGSPPSRPRHLSQPRPPVRPPVSARA
MSGSLQASLKAFTEPEELGDDSLVTCSACRARTRATKQMVVCKLPRILVLHLKRFSLSRTEHTWAKVSTPVDFPLEGLDM
GPYTADHDRALYDLLAVVCHAGDLTCGHYTSYVRHPGTLDWLLFDDSRVHTVDPASISSSKAYVLFYARRSAS*      
>Ttra_AMSG_03259                                                                
MSHTRYSAGHRRPRLVHGTPPQPRPSMSPASTYSHMRGGRSIHPERRRRREHVGGSLSSHVSMASTASTASAARTSAPYR
HGSTSSHSSFTAQDRSRQRMTTSATTRRSTAPVLTSVETSPTYARGYAPPPSAVAAGGRSSRSSSRFSSSAGIGTGAGYA
LDRGMGRTSGTPWYAAESPSRSSRADRQRRRDEADPGALSKAVGESERGSGEVGLSNLGNTCFMNSILQCLSNCGPLRNL
FLSDEVGSAINTTAFKTKGQLAVAFGLLLREMWQQRASCVAPRSFKREVGAFAPRFMGFSQQDSQEFLRFLLDGLHEDLN
RVRGTKPYAELDDDERLTVAQKAQLIWDYHVSRDDSIITDLFRGQLISTVTCMSCSAVSQAFDPFLDISLPIPVTNQAPR
TSMQSRRYGTGWGGGAYGSSALSSSTESFTLGQCLEAFTEAEVLDGDEKYYCSKCKKHRKSTKELGLFRLPAIMVLHLKR
FSASTFRRSKLTNNITFPLDGLDLGSYLAPEAPSSGHSATYSLFAVSNHMGSLGGGHYTAYARSPDTDSWFLFDDARVSS
ISPTRVGGPSAYLLFYMRDP*                                                           
>Ttra_AMSG_03649                                                                
MDKAVGATIVSDHDPSVKKKLLETLMVECVVTAACASDDGTDAVAVATMDVWEKLVAEPMVPEKLVVLAVLLDALGSERI
PLAVGVGCGETLRKALATRDGIAAVVAAPGVLDGLIPLLCAVPSGLLPPALKVDQLAVRLLAWLPPSRGDLADDLTSLLV
GAWEPRAIDRGLVAVASAFELVSDPAMRPPPSLWLAAVFNVAPTCLLPKLLQREMRARGGELQGRASVAVGRLLAAPAQT
PTRLAWVLGILHALQSVGGGGALMTAAETGVKPLVETLVAAFAHGAPSASDAPRILSAALPVLRILLCGYQSSASVWLAA
VPGLHALLTDMAACKSGCDPELVESLVELITSLMAFFPGYPVLYTSLRSACVEAAGAEAVREPEATKLAATMKALAFEAS
DKEVMAVRARRQAALELQLAQDTAGAPVACPIVGLANLGNTCYLNALAQALGALSGLSNLLWQVRPAAQRPLQALADLYA
WTKYTDRPAVAPKSLHAALPSPFNGHGQHDAAELARFLLAYVEAAAQATSPEVEHAFRELLVGQLTTTIVCRVCGSTSER
TEDAPLVPVPLPDARCGGPLEAALDALFEPEEMAGENAYACRTCGGLVAATRQITEYRPPQHMIFALSRFSYNAKMRTRT
KVLAPVSVPEELAGVSSDESAGYRLSAVVVHSGTRIEHGHYYAFVREPVGGGWYLANDSSVTATDYYTLAALSSRFASDT
PYLVVYSRAGADGGGGSVPAMEALPTALAQAISADNAAYAREVKAAAAAAAAHRSGGWGDGWGGSDGSGGNDEPYQGGGS
GGSGSGWGSLSLIS*                                                                 
>Ttra_AMSG_03699                                                                
MAARGQGLSWSLLAGSSAAAAAAAAAAAYALFSARAAYRSSHALCPPSAGPSFSLPPLANLGQTCYLNAVISAIAALPPL
ATYFDLAAASLPDDSLLLPVLAALASVLARIAPLSPGESSPSSAHPPARHSPARHSPARKLRSALAALVIALDEAFPALD
VRRQQDPYELLHLLTRAVEEALDEAERTDRLRVVCEPATSSTPLAKVPRGAALCAFRASSDGDPPFFAYARLFAPLLPLR
GLSLAKRFCGSCSRIASLAVSSFSDLSLPLAALGSGGTGSYHSRKPVSLASALDAYVAPQPVHGSSRCPHCTPPGSSKDS
ASSHGVMHEQIALSALPPVLALHFERVVATGGSVAKLHTRVDFPAVLDMAPYMHFSARAAPDAQTIYSLAAVIVHHGDRT
SRGHYTAFRKIPAWSVPRAPRDTASNHPSTITPTGDVWMHVSDDVSFAVPEASVLTCTPSLLLYERQPISVIKTAVRTNN
VLTA*                                                                           
>Ttra_AMSG_03833                                                                
MLAREGSRLRGASGKKGKAGKTGRRKLQASRRRLSPEPLAVHRPAKVPASNPPGLWNLGNTCYFNAVTQVLFHIPAFRGQ
LRRLARSVRVVLRTTESTELPNTLQNHHKLVLDLDALFVSMETVGLAAVPSPEEAAGASEILASDPVDAGTPPDTVQPKD
PQSGETSSTEVDQDLEATLPLDASQPGPGSRSTTPADETSGPMELGGDDTVVLESDDDEIVGLGLDNDKPTSSRRVLAPS
PENEASFGAVPDNAGAARSSYHDYFDEHFSNAVHPNALFDHLKSVFGYGQHDAQEWLRYLLSTIDDVAEAVQSLMVSAEN
EEQTVASTEAVAGRSARPPPVVVGVKRGEPDEVRLVPAGKRRVGAKVGEPVDDPGSGATVVPNPIAEQFAGKLVSRIRCF
GCENATSTTEAFQDVSLPVRRATSMSWALSHFTKTEMLNGSNKYSCASCNAKNEAEKTIHFAELPPILTIHFNRFSMDMY



GTPRKMNVHIPSPSVLRLSRWCTPECSQRLDEFELFGIVFHSGSSSGSGHYISYVKCAWADPNASPGAPAPAMGWYLFDD
NDVTPVDEDDVLRKISPAYSILASNAYVMFYRRVEAEPGPGKIN*                                   
>Ttra_AMSG_03835                                                                
MFCDGRDRGKFAVARLTQLATIGDDGEPVPLPRLTPARAEDEVDSGVAARLAARMRRRFVPADVCPSANGLTSEATTSSE
PGDGESAATSDGESRPSSPEVAPRALPRGSTRGVLPVRVVRRRKASGSVAAAASCADVLPLGTVMMYPPGTARKLGLVGD
EAPGSSDDSVGSSLSPGDLEAFAVRRPMVRAPFVLGLSDKVVPQGQPGLRGLGNLGNTCFMNVCLQALGHIPQFALYMLE
HLAVIKHRIVHDGAMPAKPFTYHALGTGTEPARAPAAPPRRGRRRRSVVSKIPPVMAAHIAKNNPGPGSFAAAIERRGKG
QRRATSPSRAFVSGRILFRRPRSSDACTSSSGSACSDSATASDNGGAGASSDAECSSSSTNDLWERPSLCGDADCLLRAT
VIAAEVQRRRASRRVVEAPPPPPPPPVKRKRGRPKGSKNKPKTPAPAAATAPRPDGEGVPVKRKRGRPKGSKNKPKTPAP
AAATAPPTDGEAVPVKRKRGRPKGSKNKPKTPEQAAAAAAKRAERKAAKAAKASAMAAAVAAAAAARSSAASKSPLKRKR
GSSRSGSGGGSGSGSGSSRTTRSRASKRGAGSRGLRGGMRGSSYRNSMRVTPLASEWLADPDGEPVDVAPLCCVYRGSAA
SLTPKFTEAVGEGMLVYTQLVEHVLQVLWSDASEAAVIQPDEFVQNIWSMGTELFPGYEQQDAQEFVLFLLETLQEEMSQ
FLRSYLPQLLTEPPMAGRGGLPTAHFEWDVNPITAVFQGFQEYTTTCSSCESQTHRREPFLTLRVQVPEEIGASGGSVAL
KTCLDHATRTEVLDNDSKYFCSTCMRYTVATRSCSLELPPVVVLQVNRIRFANSRQAKIRAHVEFPVTRPLNLGRYSASQ
APQHYSLVAAIVHHGRAVSMGHYSVLARYSTRSWFEFDDDKVTQRSPEYVAASQGYVLFYQASARPSHLDPFHLSTHSAV
DGANELAQLAARYRGMVPEARGGRKRRR*                                                   
>Ttra_AMSG_03975                                                                
MQRLDLCSAVLDDVVQGGPVVPACALQACGAVAGGGGFALCLTCGSVACAGSKDGPARGALSPQHWHARTHFGDTAHALA
LLLPSRIVVCFSCDLSLGRGVDTDKGDVARLFGSLSLAQPATPGRTFSSVPLTPRLSVPSFAEVASHRASVRAREVLAEA
FAAWRGVVRDARHPPVKSKPPASSPARDTSRLLAPRLKVDIPSASSVGAGASLTRSSLVMPPTPRRTGSSLTEALASPAA
GSAGLGQRIPGRVGLDNLGNTCYMNAAIQALSHIDAFRDFSCSSSTLDCHQLVESGQEDEDLELAGAIRNLMRVLWSIRW
EYVVPNELQAAVWKFLPRFRGTDQHDAHEFFTFFLDTLHEELSSRSLALATMKRMFCASMRTSLACLGCGAVKHNDADAW
DLSIDIPPKFHQFTRRSRGRVVTVSSSSRRKDVPLDTCLYALSHPELLDAAIDCDACGGKHQAEVTPSLTKTPHVLRLHV
KRFVWDKNGPAKIATAISFPLTNLDVAPLLNSSASPASELYDLAAVIVHIGFSLSRGHYITMAKTRSHSGATVWIKFDDK
KTTVVTEAEVLAAEAYILVYVRREL*                                                      
>Ttra_AMSG_04356                                                                
MARRKRKGNKPPPPPAHLAWADSLDRPDQVSQEHVDTAYGLAVEPVCPDASGKNRAHSAYCLHGWAKRGKGVWATRPSIL
SGFKDNPEELLRIPPPPPPHERFEWVGNTSRRPYKIGKCMVGLANLGATCYMNSLLQTLYMDVPFRAAVYAFDPACVAQT
IPPGQTSVVHELQRVFAYLELSQKTVYVPQQLVSALGLDTTEQQDAQEFYKLFLSAIETEMRQSDDPHVASAVGRTFRGK
LSYVTTCQSCKHASRRSEPFYELDLNFRSASDKLATLENLITDYVTPEVMDGDNKVFCSKCEGKHAATRAIELEELPSSL
VVQVKRFTYDMVTFQKKKIHTNISYPQSLNPGRLVPNADFPAHEYRVWAILEHAGATTSAGHYIAFLREPINQYWYRFND
EEVRCDMNFDDPLDAGADALVAGTDTATETKSKSKSKSKSKPKPKPKSAAKSKPAAKLKSAAKSKAAATAKAKPKAKPKA
KAKAPATEAGKKRGRTTSRSRRRTKTAKALDGSRRASSSGVCDMIEEQQEEEEIGSDAVESTSSSRPSRIRRSRRTAAAK
ARSGTADSKHQMMSVTDINKEIVESQKAVGRSAIVNQAPTLEENTLSRRSSRRKRKRSPSPKSPGPVPDVKPKSKRVANT
KTKPTAKAGKAKATKAKATKAKAAKAKAAKAKATKAKATKAKATKVKREPKIVKPAVPPAASVDPLVDAHGSSLERWESK
NAYMFVYSRHRDEPLPEYTVPQALREEVEAENTKLLARIYEFKSKVQAAQEQVDTERARYTSLMERNREALKTDPRNVRW
LPVAWLRSWALGNRPPLVAEPELLCKHGCIDPQEAPNLKVVHASVYHEMVELYADSASPQFPELNLTSCCIECLRSYVSH
RKSLRDDIAHRAAVLTRIDNGELNGDDDAGVYIDKKFLTRFRRSTTSTTYGSGDINEKIMCEHGKLTPSGAVAVKVGSDD
FDFMCQYAGVTGTKLTGDAIPCAICAEKYETKKSKRSALASQLKEERILARSFLERRTVAPKEASDGWYFAIPEDFVHDW
REYVKHALDGDVERPKAIDTAPLRCEHGKLLYHFSRNDLRESRHINVFDLMAESKWSLFVTKYPCEAPVRLCLAAAENTG
DLELVYSPEPCSQGCVEAQLERDRQEDADDTSEIFVRLVGPGENWCDIDVEEERKRILPKTTASGRVRRTRQQTNPIRRF
DFHPELTVGELKYDIFRKFNVSDTKQVLFFNNDSLEDNEKPLIDCGVAANNVIICQTSSQPDDDDVAQAIEKKAATVPET
GFAGSRLVSSFAPRLSATEEPVVDLVDDDDDDNNNNNK*                                         
>Ttra_AMSG_04644                                                                
MNSLLQTLFMTPEFKAKLYSWSYDAEADGETESCIPYQLQKLFGRLDLMESEAVGTRALTRSFGWFGNEAFEQHDVQELC
RVLFEALDKSFLHRMLFAGAEGPEQGDAPESAAALVTTLYEGIMTGYIDCQACPYVSERNDTFQDIQVPIRGLASITDGL
AAFVEPERLEGDNQYQCSGCNAKVDALKGMSIKKLPYLLSLQLARFDFDYMTMSRVKVHDFVTFPQFLDMAPFLATGASA
PVRYQLFSIMIHAGGAMGGHYYAYVYSFALGAWFNFNDSKVSPATPEMLAAVGLEDAIAEVEQVTPGGSEESPATAYMLM
YRRVDEARNMADVPASAIPEFCLADTATENAAYREHRAKVEHEKNMLKLRVYCGDESPMLRVHSTRTLRAALDEALDELD
AVDASIDRSLVRLRAFNPFTKTPGAVYDDRELDSSLQDLLFPAVKSLLLEVRSPGEEFPDDGAGALTLQSATLADMESTG
AIVENDYATNFFTPLRPLPIAKTAPLSALKAAFAEQYPYLDAGSIQLVTIDLARGTARVLDASPAGDGEDDSVYGRHGLD
DGSCVYAEPLPATPGDSVIVRRFEYEQNLLEVNFNLPLAPDAPPGAQVEYDQVVTFDRRKTLAQLKAEGIAPLLGLGVNE
FKLCRNLLSKEYKDEEASLEACGIFDGSAVYVALGAPMKIDEHKIRVFVYDSDYARVVAPAQTEVDTAAAVPAASRGDGG
LSSRGDVREARRFSSLLVEVIVNRSITVNDLRARIIAAMSQLEASHPMHVAAIRDVVDGGMHARLRERVNHRAGAVLLGH
LTLADALPALKDRHSLALQVVPVETKTSEDLVVVRVQRWLPSTWSAEPVQTEMVVPLGASLGELRAQVASISGLDLDVIR
VAKPLIATSQADLQDAVLDLQWAMSDALVVGESPLLLRDGVLLLYKDETEAAIIPDSVLERRPKESGLRIHTRYDDDYVA
PPSAGGASEDKPAVDGEAEAEAKNELKPES*                                                 
>Ttra_AMSG_05156                                                                
MGNRLGRKEDGDGDWGRYASSPYAPPPAGATLAADRPPPSRLGKGLLNESENNCFANVIIQSLFHMRIFREAVIAAPDDA
HGHSFAPQIGTCLSDSDDDADGNDGNDSNANVRRSPSASPTPPAEPEVCLLCALQEMFGAYETMAIAGSLDPVAVRLALA
QIGAPSARFGMLDMADATEALDSILGWMHEACVSSADAVCLPPCIAHEVFGMELCERVECGCGATSEPLPYSAFAHRVFV
PELLAADPELALDARLAHAYDEQGSARRCPGAVPCARAPVLQLFLQREPKVFSLVLDWHPEPSKNDISRALDSIDEKLNL



RNVFYGVPRSSRYELGGMICFYGRHYVCFHKSSDSAEPQAWMYFDDERVRKVGDSWADVVAMCKSGRLQPTVVFYETPHP
VPRSLLPTDTSDALLREFVAADCAADFSLDELRKLQQYEMAQYASSRKPRLPPSHLAPTGEPTTVERDFVFGPRDFAQLP
AQRCFDACGDRWAVGVVEDQSVAPGYLGLTLARLTQGPASSPWVNVDAHLRLVLHPFELGSSATDLIMAPGTQWRDPWFC
CPRRRAEYVSNSRLSLTVALSKLGLAMRSRSSNPNGASGMSRTGRPSRPASRPPLAMSTSSSRSSASRPPSRPPRFQFEA
IVPSSHMGVARDSELTSFGMLDFLKTTPGSCGSSPSNSVASTPRTPAASTPRAMEVQANVTPRTPNEPVPMRSASSGPPS
SPQGGSRARPLSTARMRRSRSRSSISPVTAGDETSMQPTQIFQISYSNGSGSGRAAAATAAGEDATSLALRHPCGLSVLL
PHEIDGEAVAPQVVRSATMPTTTPLFSPSSRFAPYSRGGRRRAKERKRQNKVAAMAAEASSASSAAAAAAAAAAPRSNTT
EFASKFTRPVSSLGLPYADGAGESGDPVSRSARATPTCGMRDEFSLLRLGSRSISDLGSGSTLSEELVASMPSFDAVSLE
TPRVTMSMFEEDEAELLQQLAAPSDRSAETAVAAPVMPRDWSIKSSLRFTSTSSFDWAEPLSADALAAGTIGFARSELPA
VTPGEEPAAGVEANLAAALLYWRYPESDVPSDLVTLGTFASDKAPALRSGDEKALADFFALRREAWRSALLSLYALFKRG
AVPYFYFETAERTILFRPGGAVVSSSTTGFRALLTQADVPFHSPLPVAAGAESVHPLVEDETPTSALVVESKAGVHALFN
FLLNYKRRRRPLTVPVLLAPGPFLNASMKSLHVANNGVIKRAKAHESGVEALYCLDIGGPILPTALTAILHLFAHTQGAD
YEAALRTAPNTLAMNGGLAPGNGDGDSHADGSGPTLRSTVARHVFFETGSGFHVQCSPYG*                   
>Ttra_AMSG_05473                                                                
MLGRLRKKNESSSKKKKDKDHRIIPGAKTDIKTDYHIDASEIGSGTFATVRRCRHRESGNVYAVKIISKKSLVDKDHVML
QTEVDVLRNVSHESCVKMYDCYESKHHIYMVLELCTGGELFDQIVERGHFSEADAAVTMTQIFSALEYLHARNIVHRDLK
PENVLCATKQSEGVTPVVKIADFGLSKVVGHETTLKTACGSPSYVAPEVLSQSYNGYTDEVDLWSAGVIMYILLCGFPPF
YSEDTPELFEQIQQGRFDFPSPYWDSISDSAKDLVNNLLVVDPDQRLSAVEALQHPWIASVAGDAPDAIDGVMDRMSRMN
NKRKFKKAIFAVLAANDTPSSPDLITTADLPAIDNSELLDETGELVDDLVEGSHFRLLHGNVYRLFHSRCGGGPEIKRSV
IAAGESCRVEIYPLKLHLLAPAEPFGPDPELATRARDMGWLPALGALPVQQPLMARTVSFSRAVSIHHLVTAVCWLEGGT
ARIAVIRNSAPSSFIDDPALTLTAAGIQCGDTLFLDFEVDGVWLLDTMLAASVESAPAVVDLTESSPLDELSVMDDVVVA
NAPVPPGLMGLANLGNTCFMNAVLQTLAHLPALRDQLLADNLSDSINTVNPHGTKGKLAYAFADLVKTLWSGAGAAVAPR
HFKQVLNHHAPRFVGSSQHDAGEVLTYVLDGLHEDLNRSPYALGASPRPRPPPPDTSARDQDLNLSSMLAWSSHLARDES
VIVDVFEGQLISRVACTADGCGKASVTFDPFRSLQLELPVEERKPVGVGSPASRAPVQLTLRTVAGPFEAFGSEREALQL
TLPAKPRPIVQTVLTAVADELGVPSHTLRLASIKHSRVVANAVLGTAPVADIAGDLVVFRLPTDRELKASESVLVSVSHR
TEIGGECFVFGEPSLAVVPANSTYDALEAAVFQVCSGALAVTEQLEVPSASSIDFPSIRDLDNVSPNALGLSLVIRQLSA
SGRVLRSFAPDRSCVLEANSRLVVDWATNEGLHLRSLLAKSPVEVKVEDGGSSSASVSSSGMDLVRCLELFTGRETLDPS
AEWRCEACNVKGYGARELALDRLPRVLVIQLKRFQSHQTPYGFHSTKLEAFIDFPLTGLDLTPFVREGAPVPGVYNLVGV
VNHIGVVGGGHYTAYVKHGERDQWFLFDDAHVEPVGAARDVVTPKAYILVYELASEVVP*                    
>Ttra_AMSG_05706                                                                
MGSNLSRRLAAGEESGSIDLRGLSLSTIPGKVWSLTHVVRLHLGWNSLKTLPHALGDLPSLAVLYLNHNSFSIFPRALLK
CTRLRRLYLNSNALSSLPDELGDLVYLKVLAVSDNYLTTLPPSVCKLKLHELYLSQNKFELLPEALGALTDLRTLAVAGN
NLKALPFAALLRLHDLKAMPRDGNVDLGELASMPLRELMVFMRKSVTSHHRHMHDSSSSMWRTRSFTEADLAHLGSESET
DSGDDNMDPVVVKRRRKAKEVVGAKGSVEGLKKRTLAEIMEAANQLPGVESSLHPLLPLPEPATAAADELASAEPAHPAS
ALAARPRQKRLSTASVASSRASTATGSMPPAIARVARGRSASISCASTASPLLGSAGGTEVGGDESAGALSQKGSFYRKS
SKLMNTEDVVRTMRVLLDESMVHNTELMEKLGKVESLRGEERSQFKDTRHTLRTRIAAGEERVANLLKAINSLRGSGKVP
QPTPTHYSEPDGYSASLPRNDSLSAAHHPDDDPMLNSRLVTPASGLYSRSSLQWAPPTSPNRRHTSTRIPAPSSQVVFLE
DRADNERYLKSYWASLDMAITTDSANPTNHLANALEHLERAVAEVEAGEGETVFSRVFFNYAMPLLAQTLLERTYPVPAW
MVAALDFERRIAQVVVAALKAGTATDKMVRALRRMVTSSMEFYEEHGTVDDTDHLRVLYYPEGAPPAPEDAPKVVDEAEA
EADPPLTPEQLSLTVPPEFVTLSPTDHATSIFLLDAIETLGGLGLFDHLVAALGADEAPPVDGDGDDAQPAVPKLASSTL
TAICRVVGLCAKHLAPSFWDPYSAQLLTKLRRHIDALPQAALRDQSLVDLVDCLNVLARTAARAGNHKLNRDIQAYKLAL
AWRYVQLPYLTQCLQGVEAMQHFIAVAKKEVKENSTLRKPKQTSRWMSATGTGFGVMYSRAGGTAYNVGNCRLGGAAGPA
LDMDYLLGWFDDNDIFARVLKFENAEVLAKGCEIIRFVATQRGLTTPELDAIWHAVTTVFESLQLKLFEFVLDLVGAIPF
EQVCHLDDKLCELPPSAFNNQVLTFVSDFTRKALEAAGASAPDALDDALHDQRLFGLQTLWDLVTSGASSGSSNGTVAEA
CAHLQSLLHEFPAHREYFVAKVMANLESGVALSPTLRILIDLVRGGADDEITREYVEELDARYNLVQLLVNALSAVSSGD
EAEGVTQACLAALEHVITSSALILSADAALALWDALEARGAVDAAAGWLASLNCEEPVIDPYTGAASYPAFTIDEATALY
SSRVLPAVRRDPAMVSPALSALFCTLFALVNTSSSALRRLTAPFETKTRSFEALVGIDALEALALSASDDGVANDALYIL
ARLYTHVSTLVDAPAVGAVRNAFVRANLKRVLDAAPAPAPRPLFLAHAVLVAEAQHGLFAPHGGRASAPLAVPPAEHAAL
AAGVSCVHDAELMDALFGLLANAPLRDGIWSLLCALPTEPAVASAVAAPTPETLARALGEASPGGTHSVFRVLYGVLALE
HALGGGVVPDPRAEVDAAGVTPADAAAAVTAADGFALLTRLFTADELLDKGSDGFEYGKKAASSLSALINSLFAGGDVEV
SALDGSFVQGLVSQIHELAGAAGELAKPTGTSSSTGSSAAVAPGILSIRSMNAAEALSGTVRGTRIANCHYGATQTLFEF
EVSGASSYRVAVYCVDFNTHRRHQTMLAFVGDTPELAECAPEGSVVALRGLDFHNGCWVVWDVHAETEGEEQASQFNLLI
DNADASSPNWTLSAFLLDPLPADNMRETSHYPTLVEIDTSSQGRWHGRYGSAGGVLLGRVDLEVEARVPGPRLVAFDNDS
ALRYEWVEEATSDERALQPPPPCGGDIEVEAVEAEDEASRARRLVVLSVNAPAAPDGDEPDAAEPGTPESGSSEASLGDV
DASNSLSDDDGIPVQQAVVVSFGDEKGKDDDDDSFLIRRRAGSGARRKSKSKTKVAGSGGACQALLDMLFTTLDASPSLV
AALEASTELEAWLEVVLAKCSVAAIRESAAARLPGLAVVHPPLGARMMATLLQVTQRGEAGRASVASFEQAFEVVLALAR
DGVAFDTSAAFAAWARDVMALSVVESDDDEAVDSLLVGLLRGLSTCLRVEPALASGAAGDALLDYVFGDCLFSVPADKTA
KAVPVCKSYTAREAAFEVLLQLCAQADGKSTVLMESLADVLAGAGLPGPDEWCVDVVGDGGDGDSDSEYGGEVERFKGLK
NQGCTCYMNASLQQMFLIPELRESILRVPLAASDDEESFAGNIMCQLQLLFAKMLESRSYYVDTIDFCRTVFLNGEVIQL
GQQEDANEFINSLVDQLEPHLKGTPEEAVFTNVFGGSFVNQIVSQECEHISERPEEYLTISVKVQNKRNLQEGLEFFVQG
DMLDGQNKYHCEKCDTKVAALKRCVIQHLPNTLALHLIRFEFSFETFENVKVDDRFEFPETLNMKPYTKEGLAAAAVEAK
AKAKAEARAAGRGDEDEEDEDEEDEDEDGGVGASGASGTDGIERPDDYYEYRLQGILVHSGTADMGHYYSYIRDREGDEG



SARWYEFNDRSVTPFDPSEIAEQTFGGPYEGMASDHSKMYSAYMLFYERVGPKYAPRTYGGGLLEPPTVLEQDPEILDKM
WRDSVAAAQRRHFMNATCLQFMWSLVAQEAPKIPVSTSTEVLDESSWAGKLLTFGTRLCFDLLAHCEDKLGIVDKIRELG
DMYVKHLPGCVWLLRRLADAEASWLGDVLVVCPDLDIREAMAELVVRVLGAAVAGGCEAEAAQYAAAALATLKACATDPT
VKTSQLVSTVLGYAQVGGVRQLCEAGALRGAIELYESNRTPLFHRALRPKHLSLIELISVLGRAYRNPNGPSAADSQGSY
MEGPIDDEVLHLLFSKRFLTSVLAQQAYREAAHGLIQHWVPGNRRVADAVMDAALTGLDSFMDKTVLGNYTAAIDAMREI
DDGDGAYREARYVEGLIKSMKKAMRVPRTRNNLLALLLEAGASDDATRQHIESHEVMARLMQTDPSLRYYVQTQLAAKFT
EVFPALAVSAGVPGAASAAAAAAGVASPPVDDAPVPSGHQPGGPGAPVPSGHQPGGPAPVTGDDE*              
>Ttra_AMSG_06626                                                                
MSTVFLASFTCAQEPDSSSVGKVGPAVACYPRDGTPPMAGASGGGGRQAPAHNGGTAVGGMAMANSPAAGGMINFAATGM
PPAAAQAGHGMAGSPPAVAHHGSMASPLGSPNAGGGELWAIPSMPGMAAASMQPLAAAMGMPGVLGMHGAAGMVPGMGMP
GPMYSGMPAYGMNPNIHHRRMQQHQFQMAQAQAQAHAQAQAQAQAQQAQAQAHAQAQAQAQAQAARDAENAQAAVAAAAQ
AAAQATAAEAGEAEPDGAQSNSAKADASGKARPGPSTVRSGLANSAWSKGAPKAWSQVAAGGIKPAATAASVTAASSAAA
HKNAATAGARVQAASSLVPGVEVRALIPRLRELIHSAKLHTQYLSVTRKVWSGMINTDNFCYAHSMLQALMGMPMFYDLV
HQLYPAYDIVEWESTPIIYMLLSLDADMLCKESSTTVAVSTARQRKAKSRGRRRGRGGVPGSAPASDGSSAGAEGAAGAT
ARVGEAASSTAVQFEVAEAFNPEYVRDAVSLFVAKYAGDMAGSTVTHQHDAQEWLTFVLHSLHEEFLLAGGLADTSDDGD
GWSEVSKGGRAAEVSRTASRDITLISQLFAGTTKSTRSGGGQASLVTLQPFWTVQLYVADHDSVRDCLASFAGSELIEGY
VDKRTGRETRVTNDTSFHTLPPILIFSLKRFTYNKAGGPIKIVRPIKFEHELTIPKNLCSESLKSSLISREATTSPTSG*
>Ttra_AMSG_06712                                                                
MDATNVKRRRRPSSPPPTAPPAPAVRSTSVAHQQPPTSDDDAALRVALASVVRPVLDFDREKVCSVTLSNLNVYACLTCG
VLVQGRGPDSVAYAHALETGHPLYMHTTTTAAWMLPDGTPVPPALLADVAAVLRPRYAPADIAGIDAAAAEAPGVDLAGN
AYLRGVVGLNNLSATDGINAVLLALAHVRPLRDFALDDDAVAAAARSPLASAFGAFVRKVWHGGNFKAHVSPHELVQVIA
KLSRKRFRPGVPSDPLAFLVWFLNELARGIKLPKAQAKALFADARSRLDGELPAPAKLSRSLVDLLFRGKVTTRTEELEG
GAAAVRGDWIPISVATVPFLFLALEVPNPPLYPSDKAAELAHQVSLAQLLAKYDGVTPTHIGARRRKYIIPQDGLPRFLV
LHLDRSDAAGSGASGASGASVTAPPPPSAASAALPDTSANATVVNFPLDNLDMAPYLAPAAAVANSATTYALLAAITHER
EAGQASGTYAVTIAPASKPGEYFRVLDLDVTPLKA*                                            
>Ttra_AMSG_07382                                                                
MSTSNLMSGVHLAGLSNQGATCYLNALLQILYHTPPLRNGVLSLSLEDMGHTSSEYLEWLLSNDAEVWQAKYGSLTEEEV
KAEKNGVGGKEIKSGEDALDLAAAIADSEPVMAEVLAMGLGLDPELVVYCVAKHVQNAAIASACEESYDLFALGGADDSS
DDGSDGLDAAELTAQSLLDMCLDTEYAEEYAEDVADGRWVDPRTVAPVFVAGSGSAEPEKAKFVPPPPAPDRIRTIPFAL
QRLFAALSLHTAVSGGHGAVTTHFLTAAFGFSGRDAGVQHDIAELTRLLLDVLQRQLVGSAIEGLVPGLYRGVASRRISC
LTCGGSRSTEQPFLDLSLPTAGAASLDAALLQWGMPELMDGANAVSCEACDSRQPSTIRNVLTLLPPVLTITLNRYAWTE
SGRVKLNDPFAFPLTLDMAALLDGESLAPDDSLRAAAAELAATGSRSETSSTRASAGAGGDDGDDFAFSSFGLFSDPAPV
ASPEPDTAGELFVSRLGDAARGGSPAEYELFGVVLHAGGAHGGHYHALIRDAESGQWFDFNDASVKPMPLGQLVRSYGVS
GSSRESAYMLFYAARLPDGSLAIDVPIIDPAPAPTAIEAHLSFWRKHLRAAASAAAAREAAERAARGERAAAAVAARSSR
EATAAALPMRPAMRVVERTPHTLCFLVYDAESGAMLPPVVADAHSLVGSLVQDGGWAFVGALVPSLAGGIVAAATDAVID
TTLCVGEWRLAALAEFGLHASIGCALAHVGALVVAPTVTDGTPCFAAVPQLAARRTEVTVFAAGNGFRLAMPCMLSMHTL
KSLIVGWLNDELELGLSPHAVGIYACSTTAAPGYSVAWALESGSDPLGVAPALEARGGAVELVLPLLADGVFVAELDDVD
EPLEIRVVARSAASRASVSRTELEGAMTLTLSSMTPLQEAMSRVAGAGATDLPSFVLRPTDAGLVPRPDREVFVSRTRAL
SMYHIRPHTVLVAEPGRIVALGQITVNVVQYAGYPSSEGGILAFFSPAYYTESMDARAKDLFSPAASVSIGATATVDALY
DAVASALSVGPNEIRLWATGARLKGGSTGNLKTVGIRDGSVVVAQVGVAQTAGSDVILPLYERSGTDTVHFTFARELVVA
RDAASGAILASVVESVIDSAASGCRLAKYDQYANTWATIRKADVSECEPVFANDGDVVVYDGPSLGAGIGDDAEPTVPLP
QRVLRSKSGYVFHDMLALPTYREEAVLRIDAGGW*                                             
>Ttra_AMSG_07438                                                                
MSDPETDIPISNDAADGALAEAETESDSADSDDKTFITHWEIENFSQVTDKKIWSEAFEAEGRQWRVLCFPKGNEAGHFS
LFLECVQDDSVDATWRAQTEFRLQLVNQKNAEDSHFRAATHLFVKTSTDWGFSKFMTLDKVLDPDAGFLVDDKLVVECTL
EVLEQPFTAYNWWNYDSRKETGFVGILNQGATCYMNSLLQTLYHTKYFRKCVYQLPTEEDKVGASIPLALQRLFYNMQFA
ESAVSTKELTKSFGWDAMESFYQHDVQELNRVLCDNLETKMKGTEVEGAIGKLFEGKLFNYIKCLNVDYSSTRTESFFDV
SLDVKGNKNVYDAFEDYVAEDTLDGENQYSTEDYGKQDAVKGIRFEVLPPVLQLHLKRFQYDYQTGAFNKINDRFEFPTV
LELDKYLSESADKSVPQVYDLFGVLIHSGGVQGGHYYAFVRPSDEPQWLRFDDDKVIKVKDKQALNENFGWTPSAGGNDG
FRSIRMARRYTNAYMLIYVRRADSHWVNEELTDDVIPEHLRERIERENAERAEQEKARREAHLYVNIRIIRDKDLEGHRD
VDLVNVTNVEPIKVKKDSTLEGLKKEVEKKWGIPAASQRYWYWLNRKNKTSRPSRIVPDDKYSARITSLFKSLTACKLFL
EVLPESGSFEEITPTKANLFFKYYDPVAHELMYVGRKVVEKTTSIAELLPVMREMAGLEADVPLVVYEEIKTADPIMIDE
VNLSHDLNAAELGNGDILCFQKAPGGEETGGDVAHPTVPDYFTYIVNRLLIKFVPLEKAAAKDKSAVTTTLDLTQEDSYS
MVVEALGAATGYSADHIRLTGFNAYTKGPKRQPLRRTPVSGTELTLFRMLYTHYKPLADTLYYEVLDRPLVEIETKRKLS
LHLHSLTGERESTLDLYVEHAATVADVLNELRDTLAARADADVPAGFDGPLRMLEVSRLAKIVRLFDEGDPVHLIPHYAI
VRVEPVPADEIDVPAGSKAMFFNHFVKSIHHTFGTPFMMYLRPGEPVADLKARVKARFAIPDEDFAAWKFYLVSFSSPKT
LDDAYILNRHKFFNSDYIGIRHANKKVEDIRATPTSTRSSGHSIKIYN*                               
>Ttra_AMSG_08196                                                                
MEEMLKMLQAAYGTKLRGATERKSLLRNVAGGEVGQVVANRVGLHASGFFGEHKTHHYHTLAPEALALLAPGEHVTLLMC
CNCHAFARFRIVPSPSPDPCPHPAHHYHYAEMDEVADGEWSTGAVPDLGAACCGCSRSVDVVVSRPVVPREVLKAVRMEA
AGHSELVDTAYNTLGMYMSKLASGDGKGKRINSQNKGYLRRLGALPSTSDVLAAVGFVLAADGFWDPPDPDDPDVLYTLT
MARVEMAFEASHTLSVAEMTAGRLALDPTDATGLIRDALCGDKSRLLHARGKEASFLQTMRPLAASFVAIGLATSASDEA



IVWAAQLAIDEARERTLDVLDAIKTLQAARNSPALTDNYRRLLRENGSAIQELTGLGELGLEFSASDDHVVATYYSKREK
APHLAHHLKKAATMVARGRPESATLSNLVETLDLPSPTARRSSHTASAEMTEEEQVQAAILESQRASAFLRSPGPEPSSP
LPSPSSHLERAAFALRLESRAGLGLPCGLLNIGQTCYFNSLIQALFAFQPFRLAILAAPAPGCTPSDEQSGSEHVAAFVA
ALQELFAYMALGKAKTYNSSKLMAALRHESGAPVRVGLQEDVAEYINVFLEQAKAAFASADAEAPNPVTELFYGELAQVL
AYSQTDEAGPVPQPATSVPFNRLILDVDAGSMHAALDAYTAPTQTTRLASAPPALILQVSRVVFSPATQAGIKIDDPFEF
PDKLFLDRYLAENAERVAELAEHDALLAARIDELAHELVPGTEFDALSASMALLKSHSPPGAVAAAETLSQLRSSLEARN
RLIAEQTAAIKAEREALFSELDKTAYVLHAVLVHDGYASSGHYYAYVRQNPDGSTWFRLDDATVSMTTAAEVWKHATGGH
KQASGYCFMYVKAEAAAAASVVSDPVMAELPERAAAAARHRNTVDASNTRLFPQS*                        
>Ttra_AMSG_08296                                                                
APFLDAATAARLQAASLVAAAGLVAARPRFVGGATKRADATGAVAGAAAFAPACAAVDGREPPAGAAPAQATTATKPDGA
AAPPSVDAAIPDDVPVPQQRVETASAQAAVPETAASPAMLTDEARVESAARPRDEAATDAKTPPAPTKSQPSAWTAAASP
AIAPPHAAENVWAAAVADTLAPVVPPPTPTPAPLWRGMINGSNACYVHAVLQALLGPPRVYSALARLSTTTPALSPAETP
TLDAFASLVRDIETAQRVAAGVGAAGVGAAFEPVYIYGLIDAFVAAALGDADGTQTTRQHDAHEWWTFLLSSLDDELRRL
DAAPVAAELFAGTLVSQLAGPTGPPSVTRQPFLVLMLDLDAARTLTDALVAAMETEYVEYVDAASGTTHTLRRTPSFGAL
PPVLVLQCKRFVFHRARQAPTKVSKRLPLAEELEIPRNLCAADAAATPRSYVLRSIIEHRGESTGNGHYVAHVRLAPDSW
LLLDDELVTAHAQPQADLGGVYLLVYEREHDA*                                               
>Ttra_AMSG_08902                                                                
MTPWVTGLAPATTARTASFVAGPPDSGHVTDLACYGDGLALASPSRVQLRSRAGAKLGEIRSAEMTALSTLMFQRHESQL
LAGGAAGELFLIDMGTARILKKYDASYTIGSTGVAKLAAASGAVFAGKPGGKVLVLEPDTLAPIEALNAHFGALSDMVVV
SDSLVATAGRTAGPGVDPFAEGPALLAAAGTSLIIASQLGVYESHGVLGEFLGRSHGGQLALSGPQQFLVDMAMSPSGAY
LGVVEAGGCMHMLSPVPASSTEPGPPLVGTSPASEPPLVVSKGTPATEPPTLGVLGMPDVADRTAPLGLGSVYTPYAELS
GGPESMLSAWPVGLGYSPGLPPLAIPGTIKASLRMAGGIGYATNTFGIKRNTVAAHRLDVLDAMRHGTSRPAGRTASGSV
ISRSTSVPVHLSDAGGHSGGGLLEVGRSGRGRGRGRGRGRGRGRGGRSGRGRSDMKRSRSHGMGDESGLASMLGPPRPYR
LFVVPQKQVTATHFRIGEHYNKSEVFAALENGFTNCFVNGVLQTLFTIEPLRASLISHVCSVEFCLACELGFLFHNMGKA
QGASAQATNFARALSHIKVAANMSVLEPEDPDGSTPYPHLVTAFNRFIVPQLRSELGHADELFDTLFRMQVRVSEECRVC
GSNTGKATGSDCLEYAIPSREQDALGARVCKTCGDYKPITKRSAVENLPWQLVVNVGSTETSAGSFWRSPQVKVAREFVA
VSVGDGVQALAPGDAVPAGSEVLGRYALYASVMYVHPRAAAEANEPGHCMVAVKAPHVESWHLLNDLIITPCSADDATTF
HDEWKVPAALYYRKVADGAVPDILREACVVTNHVVASVLPQPLPPPGEGEMRLAALDAEFVALSNDEKELDAYGETRILR
HRRLALARVSVLLGDESVIVDDYIAAAEPVVDHLTQFSGIQPGDLDPATSPYPLVTLKDAYLKIRWLADAGYDFRMINIV
VPHEQIVDTVDLFYIAKQRRLKLSFLSRHLLDETIQVDTHDSVEDARAALLLYKKWLELKAVSDYRVSEELARLYDAGRV
HGWS*                                                                           
>Ttra_AMSG_08974                                                                
MATQAQAGRSCLHLAKGNPNKVRRRLPATLACDALQCSADAECQLWLCLTCGFTGCGRAAPEAHAMRHAIEPDAPGHCAS
FTPSDADLASAPHPLVMRASDGSLWCYVCDTDPPLPTPDARPAKLSSRAASRYVALAAAAAAAAPSPPPPPQHLPALASS
GLAPPRSGAAAVAAALPDEAALIAALPASVAGLRNLGNTCFFNSVLQALSVTPELRYILAASHYTPPGKLAKLLASLFAA
WPGVSRRAHSPRSLFAALARQVPRFRGYRQQDAHELLRVLLGGIQAEEAAASRRPVLTASAVFAGELVSTIVCSVCGTPS
RTPEPFLDLSLSLTAPLAPKPVRLRQRSRPSAPTKPSAAAAKPAWLYSGPSRSSTASPARSQRSRFRGSCLRDRYPDLNS
PAFAAAVAAAAAANEPPPLREQPVLSTRPASLQLDHTLQAFAQIETLDGDNSYGCEACTKMYIESCGVGGSRVVPDPLTS
PLIKRPAAKQYLIRSLPPVLTLHLKRFQQTSYGLRKLSTRLSFPLDLDLEPYVESPPASTTSDMSASSSCAASSSSSTSS
SSASSYETSSSFTSPAPPHILPAKPFDSFVSSDAYEYYSSYSDQGETASAFLYTLFAVTVHSGGLGGGHYIAYVKLALPR
GGHQWYHCSDSSVRPVDVRAVLSAEAYMLFYRRAD*                                            
>Ttra_AMSG_09415                                                                
MASDQYLSIVEADLKEFVASIDDDEFKLSNPEFRQFYRGLFQVGLENPTARARSRPGKQVAHVWKLVLRAFAPKVVDLLA
EYVESVHVSGLVAEESYALVPDFLASVHADLSNFAPAHCWPILFDDFVAWARGAGRVPPHSDLPATTARAESDAESTDGR
DSPVLPSPVWTHNAAFGKAKVSDEEASDGWDDDPASAQGLLDSAIPGSTGMRYRGNVAMSNAVRSAGVGSAYSARTSYSY
GNEDAMVGLHNQGATCYLNSLIQSLYMTPEFRLAIYSWKYDEEKDGPPAECIPLQLQLLFRELQSKDARAASTTQLTSSF
GWTGMDAFTQHDVQELCRVLFDALEHVLKGTPQKDVVNELYQGKMKDYVKCKACGHESSRVDDFLDVSLEVSDEVDSVEE
AFAKFILPELLSGDNQYSCSGCNQKVDALKGLSFLEMPYLLTIQLKRFTYDYSTMRRIKLNSFVSFPMYLDLEPYMSVLD
AAVDESLVRTFKDKPKRRAAAYRSPYAYSSPESRLRTINTSIANYKRMLTMYSQSSLKLTYEKLIRDKEADKARLEAEIA
AAAAEEDADGSSEASADGADGHDSDAIASSATPRSARIVHNIDDSGIYRGPTEAEREGKELMYELFAILIHSGGSTGGHY
YAYIKSLDSAKWYDFNDSTVSEVSEREIVSSYGSKSEPQSAYGYSSLWSSGTNAYMLMYRRIDPDRNVPFVDGVPEHVEQ
AMQMFKDRQASDAATRLASYSLSSASRLGYRPIADASDDDTSGPPPYNLVVHYFEGYSALEIRRTFAGTDLVDDVKMELW
KALKAKVEPEPEPEPEPELEPKPESEPESEPEPESEPEPESEPEPEPKPESKPELKPEPESEPKSKPSSLNLSTITPHIS
PAKIRLRGYSTYYHSLEAVFASYPGATLASTSITSGDTSIVLELAEPVEIEVPDKPLLLPTGVAAVTPASGDAIDSIDLL
IANIDRDLVGEESSSPPTPPPKPASPDKVLPPPLPKTRIEYQFRPEKHALVRLIKYDADADSFGDPFHIYLPQASATVAD
LRARVADIFGIAPVHQLLVTNDCYVEEITGDKEVLFSVINAILDTFGNDTVYIEDLTPAEPSPPATPVADATTSVAAASA
ATPAHAQAFPDPPTDHTTDIPSSPSPSPSPSPSPSPSPPPAPVEPDDSDIIVDDDSTFVPVVSAPRLASASAIPHAAVLD
FDSVLDDSPFGPSVVIPPPPSSEDAFDIFNNQPPPPPGKPPLSSRSAMVRKLEGESRSYATGSTASYVYSAPRSTFSYAS
YTSSYTRRESSLKIRKA*                                                              
>Ttra_AMSG_09462                                                                
MADEGSVSVTLLNAPSTVGDSVEVFWSAPGSLPFFLVVMHDGDGGGGGGDDDDDDDGPLVSIGINMHGDDGDEFGALDGD
EGMANVETYELGPGMYRVAAMAVTGELLAQGGTIELGEGGRGGEDSSDGEVFADAEDVYASPYAEYVPAREGDFIDDVVI



FSPTWGESAPEGYIAIPKDLNAGNDGPEFRLAFRRVAGHERAGTTGVVTGIGMVFPECDDEYVASDMEVLEVTVSGEPGD
LNGGEGKHPAYLFVVRDGPGRALADIAVLDRSMGDTLPPGYGMVPYSRSGYDADANYGTSGHDIFFGYRVVGSNMLYEGN
AIALRSVYRQYVTAHVPSADLDYAFGLSPQEVFVVEAAGAAADDGCVDSGFALRTLRGGLYVCVDGATGATALAPGPPST
TFEISVCGGSMALLAVEAGLFLDVVPGPSPSPVFFDVVAAVTELAVTGKVDRGTALGAQSFEFISKNLNSETDGSYINLW
FRRGGPARPLVALKVVKPDESESSESDDGEAGESETGDGVASGAGVAHLTAEEIAARRCEAVEGDGEVEETMAQFVARNK
DPELEALVANFEVDAGIKYSEECWRLEPADLNHGNDDGVTQMPSVVRADAPDARAADAMPIFCLDILFDSAETSGGWLKD
PADLNEGAGGSYVYITYAHGMLPPPLAQYLEEQRELREAEIARRIRVARLKRQAELTAVCEALFAELEAGESGEAALAGL
PRPQTAMAGVDNAGNTCYLDSLLFAMFATSEALEYLLYPSPHLELGKPVFNPFAFDETDSDSDSDDAEAQQAAKVKAIRT
LQFYLREHVVRRLRNGEFLDANAMELTRFMFRWAGWESGEDEGILFGWDGLQQDTAELLDNALDWLGAPYIACVRRFALR
GMPDPESAAVERFRTIRVSMPQKIKKRRKQKRKRDRRFSLGYMLDQDLNNNPLEGFKREPSAALLAALEAADDAEPIDPA
EVWSSVVRLQPAYMFDGAENKLVPPEVIVPPGTDLAPDRVPIMIPIVVKRFNNELVKLLGRVKVPMEILPSEVPYLDDAL
DASEYTLRLRSAVCHTGRKLNRGHYYAYVRHDAADGSVTWLKFDDLADDGEKVVAVAFPGPYYRLLCKQCYVLFYELTKI
APPPASLA*                                                                       
>Ttra_AMSG_09585                                                                
MVESDATGGPDSAPESTTVPELAVTAPDDAMNEESKTVVGTEAGDNDRTDGAVSEPTGDDAGDDGDEDAPVTGGKDKEVS
KPEPEPVSVAIEAEQDQDEKYLKAFFTKVDRALTPSADNPTQLLADIHGYMDKAIAERDVELPAPEPTADDAAADAAPAP
AAEPVRGATVFSQVFFNNALFVMTTTLVDRSYEFESWASAAEAFLVRAVTFVSGEIHAAIADGRAVDDKMMRVLEGALRP
KGRMYKNHGLVSELSTDDPRAAAYAHGAHAAVVIAHSAGSICESVHFGAVLEAFVNASGFGALTALLSLADLDVALLVRL
LELVEKVRGCLTKDFLAATASELHDAILAFIKGLDDRARREVDLVDLADVLNSLAKIVIAADEPQLNAAVQEYKLQLALE
FMGLPYIRAVVTAIDWIVHLTKVAAGKKKENSSFRKARSGAGSSSRASTSTYSYSAAVASASSSAAGPSRKRSNSDPDPA
ASTSMAIVPVTTVLTDGIYFPGDEDNAPVAGCASFEEHVTSGGGNGNAARARSANNSPAGSDGEGGEELVVFGSNRGLSA
LDPPSPAPSSAAASSAASAESSPRSTRKSPPSPPPKPPPLFLTTEYLLAWMEEHDIVSAILRLEHPEAVKRGGKILEFIA
SSSSLSTDVLDHIWSSALNVHESVQVKVFELIESLLPLIEPEQVDHLFDSILKLTVDQFNNQVLSFLSDFTKRAILVHNT
RVAKIASDARRKLSEALASDEDAAAADEATIAALQADIEAAEAAKAKPKLYGLEIFWDLLVEDSADEAVLREACQHLQAL
LKTYKQHRSLFLKRTIDNVHAGRIVSTSLRLLSEILATCPSSDLAATISSLEESYGVLSPLAASLASCAAADDTQVELKL
RLSTLEFLLTRSPLELPIDQALAIWDGILAAGAPDVAFDWFSSLPARVLVDPYKKASARTSSTFPVMTAALTDALFTQRL
MELPVASFTSAGMVLYQEFFVAVNARRRALRRLGETAFKIKDFDGLVGLGKLWRLAFEVSADDVANPALLMLRMTHTSVS
SRVEPLALAAVRTAFADKTFGLLVSFASGGQGDGTAKYAARALYLLTEVVNAEAGAALGASALLSADRFDQLFALLATAP
ANRAALWQLLQALPANLDLASSLDALERVGETGPIAALAKFAPDSPLFVFHQLYVLLLVQARIADQPAWAEQFVAAGGLV
HCVELFTSPQLLDRETDDFAYAKQLSSLLAVLINSIFTSGLLSPETLAGTLDASFVHGLMDQITQLASPQDVSTSDTLLE
LEAKMPSKASKVADRIANCHYGANKLHTKWVIEGSAHYQVAAYCIDYNTHRRAQSMVAWIGDDDSLGNNPNSEGEHPRAV
VLEGESFHNGQWVVWDVHGEGTFNLVIDTVGNEPPNWTLSAILVDKSPNGSRGEPTDGYPALVTIDSKTQGKWRGVYGAC
GGVLLGKEDYIVPPRVSGPSTPKFASFDTKGALKYAWIHALTSDPRGMQMVPDPEADDFDALADDDSDDEAEPVEDTKPA
GAANQTSSRKAAPVVRGGEAGRIAAARAASAADEAAAAATSATAPMPVDKPASGADAAGGADAAGAADAADDATGSPEGL
MSMLVASIGSAPGLMPAVLSYPGLTEWLKTVLLTGTDTAARGRVAAGLLSLVGMDAATLGTPLLELMSSLLDRAEDLRDE
VASFAQFFDVLAGLHAAATSADEASALVPGLVDAVVSAPFVEDYEDLEASEDSLFAGRLALAAQVLELAGASGVAAIPGG
VSSLVEHLADVVLFGMPASKTADPVPKAKTKGTREAAFKLLSALAAKAEAGSLAKVLGLVEGLYGKAELPGNDDWGLDMS
GEVTTSGGTGQAGSHGGQAYAGLRNQGCTCYMNATLQQLYIIPQLREAILKAPIDEKLSEEELKGNIMFQLQLLFAYMQE
SKTSWVETIDFCKTVKLNGQTINVRQQEDANEFFNSLVDQLEPFIKGTEAEEMFNLAFGGRFINQIISQDCKHTREREED
FLTMTVKVQGKRNLEEGLNSFVDADVLDGNNKYHCEDCDAKVTARKRCCIQHLPNLLALHLCRFEFSFETFQNVKVYDHF
EFPMDLDMRPYTKEGLAAKEGTPIADELVRPDSYYQYELVGILIHSGSANAGHYYSYIREREVADDTEPRWFEFNDRRVT
PFSVDSIPAQAFGGNYSGMSTSAKPFSAYMLFYERKTKYGVRTYDATPLPGLTAAADAAAAADATDNPAILDKIWRDAVT
SASNKAFLSAPTLEFMWDLVLLQTRELDAIEPVTDYRDRPRPS*                                    
>Ttra_AMSG_09622                                                                
MSEANEEGIRTLIEMGLSQPRAVTALEVALTPQTTRQKGGNNVERAIEWHFAHMDDVAVPVAGRTSPVEGNGGGHGSAPP
GGASAGVDAREASAAGALAGMGGAGTGAGSVAGAGTTVAGPANRPSIEEEQLNKAIAESLKESQGGGAGAAASDAAGGSK
VTTEDEALSRAIEASLADKPGYDPIAMEAVNPHDRVRDDPSLPVGLKNIGNTCYVNSLMQTYFHLPVLRYAVLSFEPAPE
DYAILDAMELSDDTATNALRFVQEMQRLFGFLSLTTRKALDVRKVMNTLLAADGKPISMGAQQDAQEFHMRFMQRLEEAF
DIDFAARTAGASTEAASPPAEQQQQLLSRANVIRALFQGKVVSVRRGNEADGTPFESVSTESFAEIMVPLADNIYDALDE
YTAPSTISGYISPAGHTTDAEELTMFEEFPPVVAIQLRRVVYNAAVGQRIKLNSKVTFPKYLYMDRYHASNAATASKLRE
QANGLKAQRTSLKAQLESYLSFPAGDAKMPVQQLLRGSLSYLDELTSDTPRPVGAPPAPELDAMKAFFQRALTAEVAAVS
KLEESISVLEDQIEQVYAHMTDHPYRLHSVLVHSGGAQSGHYWSFVYEPTEDKWYNFNDATVTVVDEDKVWADSFGDTSG
TNAYCLFYVDASSDKNLPGKPLAGPSSSMASTASSASGALALPTPASPVAGGPLVGDEISRLIASPKAVSHAYFTSVVPP
KLQDLVEADNAELVAEMAKWDAEHADGAADSPAYGPPTLAEAQAAAVARAQATTDASLAATAAVTAPGSAASSPELDEGK
TTAFVAAFASELENLAMGMSQHSTIQDERLESFPLFLALEGMPDIAKHAIAAKVVHAITGTALNADADTLSALSCALHAA
GHDDADLASFQPAVVTQLRTAYASFCNTSATLLAGLTALSKRDAVNALRLFAHGLARDAHGAHGSRRRELIFFLRGTLVL
VADAARLALGKHTESETSRGLVLLHAAAAVTVASLAADDRLRLALAAQWLSLLDKAAASSSPLPSPHHLELIAAISDLLS
GARGSGAAVLTLVPLPDAAASAASATLSRTSFSTAFTVAAATYGPRFSSLLKPIYGADSDALEYT*              
>Ttra_AMSG_09637                                                                
MSTIPPVEKQHETYLRLKDKPLQGKATWCVVSAPWMEAFVAHVASGAPHPGPISNDHLVAVEDGDEDAETPGEENQGLAG
NIDATENTAGKDKGKEEDDGDGEETKSVDSGGGGKGVAALPRSMEELEKEALEPPRLRKDIRADVDYVLVPQELYANLEA
WYGGGPQLARQVVAVGQRRELRVDLYPVTVYTLRWSATSKCIDVKSVHKIWVSTYLTFVMFRLDACAGYSTPPYSTRFWL



MPDLNAPVSEYRMVEKDEMKLLLGDLGVQDETIFLIETQDSDKKWPLDRVRSSAAGAAPAATAPASAVSAGATSRSWATS
GVETSRAAEAGRALRTGAGATRTSAWSRTSYGSRPGKPPVRGATGLSNLGNTCFMNSALQCLSNTTVLTEYFLSGAYTDD
VNTTNPLGMEGKLATVYAELVRDLWSGQYTSVSPTRFKALIGKFAPQFSGFQQHDSQELLGFLLDGLHEDLNRVLDKPPT
EKLESDGRPDAEVAAEAWERHLLRNKSFIVDTFQAQFKSTVVCPAEGCGRVSITFDPYLYLQLPLPVKNSKLVHAVVSSL
DKPAIKVAVQVSVHSTLADVRQQLAETLDIESGRLVFADVYGSRMLNTLPPWRPVRQMRDGVVQRVFLVSHEVADPVKPV
YTATSYYTRGGAAAKAKAAAAKAAAEADAPDAAPAPPAAAIVQVIQRRKIKSAYQPSRTVTTYRMGLFGLPLVFTYLDGT
LTNAQLRAQVVNAVRTKACVSDPGAELFDAVDAEGNRLVSLVLVSSTGTVCALCPSKARCSGCEIPDDETLASVDLLARS
SVAVHWSAAALEKAQVIGVAAGTATATGAVIERDLEEHPSVKELKAASKTEVNLASCLEAFAKEETLSEDDMWYCSKCSE
FRQARKKMEVWSTPKILVIQLKRFTFSSRIREKISCVVDFPLEGLDMAPYVMDSSSGGIYDLFAVSRHSGGLGGGHYTAV
ARSAEDGEWYLCNDSHVSRTSADRVVDPSAYLLFYVRRDE*                                       
>Ttra_AMSG_09729                                                                
MQSTYNLKVKWGKQMFDVEVQTSEPVTAFKAQLYSLTGVPVEKQKIMGLKGGNVKDNAKWEELGLKEGKKVMLIGSAEEM
PPPPTEKVVFVEDLSVEDQARLAVVNPPGLQNLGNTCYLNATLQCFRGVPELAAALAKYAPQEQSPPAMLTAAIRGLWEE
VSASTDKVVPLSFVMMFRQLLPQFAERAQNGGFKQQDAEECWTTLLSMLSTQLPRNAMDKLFMGELTETMQCLEAADEPP
SVRTSTFGKLTCNITADTNYLVEGLKAGMSEEIEKSSSSLGRSALYLKSAAISKLPAYLTVSMVRFFWKANDQVKAKILR
SVKFPMELDVFDMCSPDLQAKLRVNREVILAAQEAATEAALDARAGSAAKDKDDAEAAPADDEPAPMDVAAPSSLTPSTS
ADAAASFPYAPLDIDNMPDLPNKTGMYELCGVVTHQGRSADAGHYVGWVRDAGDRWMKFDDDVVTEVSPDEILKLSGGGD
WHVGYILLYRCRRHPELESASVDAPAASSSS*                                                
>Ttra_AMSG_10066                                                                
MTPAFWFDEWKAYAGLFDGHSSSTLPGAIDNGPLVVDIDAETPELKERLLDGTDYELIPAPGYDQLVAWYGGGPRITRHV
IALGVSSQLVCEVYPLKLRLVLAPDLATDAVVLHLSKLATIADLRAAIIDALDLDVDNDHVLHCHNFFGDVAAEDLLDPA
SSDLAESHTLDRACLVHGQKLLISLVPVDGGVASASDSDSIVALVSDSDSDSGADGWNMFPPTTSQWSYSPGGVARRARP
LGTAGVERIGAVPGVCGLSNLGNTCFMNSGLQCITHAPQLVEYLLADKHVPEINRDNPLGMSGEVADEFVALLKLMWSGN
YASVAPRSFKYTIGRFAPRFVGFGQQDSQELIAFLLDGLHEDLNRILDKPLVPVVEAAGRPDDVVASEAWTGHLRRNDSV
IVDLFQGQLKSRVVCPMPDCGKVSVTFDPFMYLSVPVPDGGPRQLTVRVVLADPTAKHVIAKIFAAPGDTVATLKSKVAS
LVSSDPHRLILVEIYDHKLYKTFDSDYEALADILDEDVLVAYEIPKALATLPPYNPALAQPTFPAPTDATAPPDEAPAAS
DSDSDSSNTAALKANADAANLPPTTGSALPLSDPRCPYMAFPISHTKLEFRAPRSAFYRASRKPVLTQVAFGVPSLVFLA
KPVANQAAVEEALLDSLARYVSRPTDDDLAAAGLVGDSEERAARKAERKAARRAAAKAARTKRRAAHRVKKIQVAERTKK
KNAAKAAVREVVAAARAAARGAGVDALDSSDTDDSDLDTPSISGSTLSSLSDTLSTSGSTEIDSSDSSDSDVDWATLGVP
EETPTKLVHLGPDGRGPSVDSYIRGRVSAAAETTFVATWNAKLLDACYDTAGADACRAVTELPPKADDEAPNVLSCLRKF
TKEEQLGEEDLWYCPDCETFRQATKKFDLYSLPDVLVIHLKRFRQSRYSREKIDVLIDFPLEGLDLGEFLPESAAEQVAG
ATVYDLFAVSDHFGGLGGGHYTAHAKNHQTGRWHYFNDSSTSVVVGDDDVVSAAAYLLFYQRRGAELHVPNKPPVRPPPA
SDDGASSASSDRTRGEPEALDDDPTASGAEPFDLDGSDAAFYRV*                                   
>Ttra_AMSG_10458                                                                
MSSAEYKDTYDTIKRGIENAADPGPYLEMMEAAMTAYIAGEMAPPEHAEYFVDTALPAAVRTVLKARYLQVHICYRAADF
VVAALDFCRLALPTNSKGIADTLRRIFDSTRQFYLFPRATHTTYAAHRAKIDAECTVASATDAASARVDEEASPEVEAQI
KGQELASDDDEYVVVSPPSDDKSSPCANNRSTPNAEADADVQADADADADADADVDADADADVDADAMVETEWGTMPRVR
HWSSNLLREFVSHFGRTGGFAAVVAHIGRSGDARTPLSIIHILTGMLRAITASGYMTSPRCKEVMSAMATALEHYLRSLD
DAELRELAPATAIVMLDQLQSALEVSMEAEEAGGVVEPLHLDLTLRLLSSSSLQQRIHGMDLLNELLSMVEKRAWAAATR
RVASIKAAKWLTPEALLEWLAEHSIFETLTGASKHAELLRRSSPLVLFLIKQRAFTDAAMAMLWECVINAHEIYAAAVLE
LLRKVAYQIPIEMVGLMFNSLASLPLEALTKDMLSLVRVLIKRSTAHQKPLLAWMLSTVLDRADVLSADILAYLLDCIGD
AWKVYALRAERAAAIVRIAAALVDAPLATPGIKCLLAIIETYPDIHAAHVKETQLAVLRSLRDDHSLDKILIASLPLFKA
MAKPLDNDTPTSGDSLGDASGDEPLPLEPPADAEETGANADAAPESPKSTAAAVSPSSPEYMAELRTRLEFLTALTSPPG
SVLSLEQVQALHASMVIDAAVPAEAELFYTWLGSSLSPSECTLLTIDDAHALLSCTLEVEPPTRATPTSFATFRKFFIHA
LVGVGALEWAKTEPTPAGVGTRRTHAPPSQVTASFDFVIYQPTKLAVEYLWQLVLEAHDQTVICSATELLVELHENVSAE
VKADPVALSDVRAAFLACIFRKLEEGLETAECAEADPVSTAEAVRRIHACLTVLKTLFAKTSSEAGGTRAHGASARGRPL
TLRIENGIESTSPEGVFEVHLHSLATVGALRSAVAAALDGWTEPAAALVLKAAGRTLDDDSCTLADASLRDKASVGLSSG
IPETLADDATTRRSRMGDTFGATKPSLSSELLDASSDPANAMEMAQQLMVTCETSANVALLALRKESFDVNEAAMLLFDP
VQKSELEAFATQMAETKADAPGGGDDATNPAAHRMAFPDGDDGSDDGSGSGSQRLVVYPPMMLSSNQQYMDVLFSLVSSA
ACAGVGPQIWDLLMVIPTNQVILRKLTHLELGDAGWAGLIDPASVYRLLYALQIIDTILFPVDEGRDVTARAEWCRVFVE
SGGVQHLYGIFAGAELTTAGNDSGTAAPDNTEQRNASLALILKVLEFFLRGALSDETSAPAPASPVAGSGAGVPTPSTPT
GLVSPVCSTPGSGGGGSAGSTTTSSAGAAFAAMIAEYTASEAAKRVLLETVSVADLVPALVSLVAAAASEQGASETAAEV
TAYSMRLIVLCIVSQPAHLSVLTSAMTSEFLDTALIQCGDAGVRAEVAIGLYNLVSQVGASSSKNGPHELFLQRLLGLLP
PFAGSSAPAPMDQYREYFSLLVELISSTISTRGIANEELTTVACSAIECLLTRGTREYDDGVTDEVLAGYLDVARVVVSG
DASVLDKVTLSETAAGVIATRLEAAGSLAAGLVDVLHEDALFATLAADDRRSSDAPPPPMCKSPRTRQAAYSLQLQLASL
SSSSAASLLEKLAPHHEDDSFAQVSGWRYYPGANARAASGYCGLVNFGCTCYVNAMLQQLFMMAPFRRGVLALRPGAGGS
AGGSNEDSLLKQLQIIFVNLLESNKKAYGPEGFLGAFKDWEGRPINPKVQQDVNEFFNLLCQRLEDELKVEGSGAEQMLE
LFGGKLSNQIRSREDEYPYYGERLEEFYNISLDIKGKASIEEALDFYVEPDVMEGENAYYCEPHSRKITAAKGACLHSLS
DVFIVHLKRFEFNYETMERTKVNDRCSFPLELNVEPWTREGLARREKEAGGVPLFELEPRPEWYYEYELTGVLVHSGMAQ
GGHYYSYIRAQGDEGCEGDGRWLEFNDKAVTPFNIETSLEAACFGGDEIVKTWSSALRRNIERGIPRTKSAYMLIYKRKS
PAPAGWVDPLAPEPEPQATASGEVAVVDGEGARRELSARSEVSIESAGAGAGDCDGLPADVLEHVWRENVQFARERFFFS
STYFDYVLRLCQQFEFDDVLAYGVPDVEADSGLRMIQMGTRVVFEVLVRAREDSALSAWFELLNSLYARHVPAGVWFLDY



ARAFIRPLTLVCPKESVRINVVALIVNVMKLVAQYETPLFDERLEEAAGEGEEARVVPAASVMRFIDAVWDEFEVSRTYW
RNFRQYWRLFRGFAEISWKTRMYLVDAEFFQLFISYFLAQPLKGNIPRVQIMDDNQLPDLTHFMATYATVLRGCATAGEG
VPPTTLMAEDDETVVVLPKRTVTVVIGQHWLTQMIQMNYNHEAVAAVCEHLSYGHRALSKQFISIIGRQLYMRPESHLSG
NLDLLGRILRLDDGLREARLPWALSPVAHAAQFGLLRVVQLKRPRTPRVALRALIWLAELVAIFDDVANYVASQKRAVAG
LVNWMRGQMVAAGIEAAAVEKAEAAGMRLARGLPPEPETPPEPALPEVDEDTDPEAAAAARVAAEAAAAVAAAAEERRRL
KGKDPESDEDIGTWDKPVDGDVWRATHYTRHAATRFHGATAFGSDDDEELGFRRYGMDMVTGTYVAESDDDSTDMLMSPV
TPKKSKPKKPDLDAKTREEHLFAFAHIVGVLDASYVMRAVQGETEAEAETGDDDVDSDDGGSDDGDGDDGSQAGDGEFGD
GHDGVKEMVVSDDEP*                                                                
>Ttra_AMSG_10792                                                                
MRALMATEGMTEALRSMQTMVGDDGLGNPLAFDGRLFASYLDLVELVEQAAAGRGSGSGSCVAPAAFKHVMDGLAPSFKG
HAQHDAHELWSFLLDGLHEETNVARAQRAETEGEEEPEDDGQRTGRVTTMVEHRAKEASDAEAAAAWRRYVASNASPVTG
MFAGLLRSLVLCDSCGLGSTTFDPFTSLALPVPPDPPATVKVTVVPAVADGRFVQYTVDAETYEDVEEISEAVSELVGIS
SDALLPVIIVGSGFGEYVPESRESDELAYGDGSLYLYQVAPPDELASGAVIRLPVCHRANFAVETEVYDAATEGYVVRRV
VRQEYLGLPLMLSTPPVVKYSELKKQILSAMAHYVSVPDTVSLNNSEADADAVAGFRAWFHEYMMLLAAAAEAAQADSDF
DSDYDELDAGYFPQVEPGLPLSLAAARGELFTLMADGIDQSAVDAGIDQDLVLSPDTYVVVEWNEQVVWEAYSLSRLADC
EYDETSLAGSQRGALAPTLDNAVAAFAAPQVVSGDGGWRCPACEAGGRATQMLSIELPPPMLVVHLKRFVQDEASGRLAK
KHAFVDAPLVGFSLPVTGGGASAGYSLYAVVNHYGGLGGGHYTAHVCGDNGVWWTYNDSRVSETQEASVVSSAAYLLLYR
RNDQGLLQASS*                                                                    
>Ttra_AMSG_11483                                                                
MINGSNVCYVHAVLQALLGSPRVYSAVARLSTITPTLSPAETPTLGAFASLIHDIETAQPVAAGVGAALEPVYFYGLIDA
FVAAALGDADGTQTTRQHDAHEWWTFLLSSLDDELRRLDAAPVAAELFAGTLVSQLAGPTGPPSVTRQPFLVLMLDLDAA
RTLTDALVAAMETEYVEYVDAASGTTHTPCRTPSFGALPPVLVLQCKRFVFHRAYTGKTDVFVGLGATSADADVAVEVEL
GLWFLAELKRPFDRLAGGGGSAKDQLLLEVAAYAASREASRAEEAPWRPMVGVVTDLFRVNVAFDLPDSAWDDGPWQLGL
GTRVVTPAAEYVRVVLGALVLAYWDDVSEGVRAAASAEGAASVSAWVERLVADEDVDVFAREDGSSDDETEADDTAPRPR
RALRSSATRSSAAPTAASSSARASSSSHGSGARASQGSVEKRFQRVAATREALLEIVGNTMASR*               
>Ttra_AMSG_11921                                                                
MNSLLQALFWLPSFRAGVYDFVHDPYVDGSPQRCIPHQLALLFAHLQGSERKAVATMSLTHAFGWNTPAHFAQSDVQEFC
RILFDALDQIYPRKALPSPTNLFHFAGESFVHCGRCGNHSATEQSYVELNLPTQDVDSVYAALDTYLAPELLRGENQYAC
SVCEDKVDAAKGIKLLSLPPVLSIQLQRFTYSPVTFRKVKLNHRVAFPRYLDLEAYTPEARSQFLRGERASHPPLDYEPP
PDADLAALPHVYALTAVLVHTGGAMGGHYYGYCATAPDGSPSGWIHYNDSVVEPATWEQVAKAYGHDPDDETANKLVGAN
AYMLLYSSVGASAAWRAAHPLPDTASRHPVALPSPLAKLVADANTVHAGLLAQFKAASEVLLLNVRYGAATTSISLAKTT
SYAQLIERVLTALDVVLSPGAAARLRPFDTADGVAGAPLIASDDTLLANLPLHSNIHLVLETRAPGEVFPPAESFTLTLL
VFDAETLELSPPVLHVLDFEDAAAARAYTADELVASVGGAVKGSLLTASHMGKLGAGADAVTWLDSVDGATRVIASLRIV
PGSTLIVDPSPERAATLEWLEKMRNTVTVRVRGGLAAQVAAALGERTPRVGAEREADALLPVDLRETVGELKARLSELLG
GEPASSHIRLRQRRMAPEAIDTAPLADFGLYTGSSLWAEAGRSVQPGQVALVVHVANSDHNPENKASFPYLPVGELVVAR
AATLAKVKAALVPILPADLAAALPSTGQLAVAPRLRLRELLGEKVAHILSQPDASLADNLPERYAKTDAVDVVVNVLDAD
EALLPGQILLDTYVHVLGDAPEDDTLDGPFELAIAATATKDDLAAALASAHGLPAVAVAKLYYRTQLDEVGAEALAWDVD
GAAVLNATPWYLRDGDLVVARDLARAEARAAAAAAAAATEHAAASKANTEVALAIHVQTAEERAAYAELLSSDSNADAPS
SSHEQHSAMSTFNFKLAHSVKNRDVVVMKDRIAKVVANVLSAPAKHGHTKCNLMLEEVATGRRFEHKLSGDQRVKLPEVK
LVQYALIAMDDEGFLTVMDSRDEERSDLRVEPETQLYAKIGEAMADSDNYFEVVVFSAMDLEFVADLKVVR*        
>Ttra_AMSG_11972                                                                
MTSSRTGRGSGRGSGRRSGASNELYGASRALQRAVTVQHLRAAMGLAESSSMRLHPYLLKAALPSWLQHACLSRNALAAH
AAGTYPRDAARALLRLAADTLVAALGAGLEIGPLATAAAAVLAHPRAPVYASDPEGGPDLVSVSDSDESSDSDSPLPPSS
ATTYSAQSVALEWLTGDVVAALASRLDSDAASDGDGDGDGDSQPLPPPSLETLAGVARLLVRTYVYVDSNAWSTVWTGGL
ATVATGLMTHVLRTSDAGIPFRRLRPIETNLTAVLEAALGTEGATEFMVDAALSTAVDAFAPSNDLRERLSGLTTLVSFV
EALQAGVAPERVFTPPVPAKHLLDVLERGKVVEGLFGVGFHSRLIAPGFALFRFLAEVGKLEPAHLSSLWAAVTGKHESV
RSTLFDGLLSLVPCLSRAEVDVLYPLIVATPPGELDALAIEFVAQFAALVAAGLAARAEASLAYGLDYLWSLIIEPGSVS
AALVAVASDAFVGLLSQRVFLARRKQYLEAAIGNVTAGRSVPASLRFFVSLLKTFPASGSRFTTSASSLIKTLNDSHDLL
GTLLDNAVTFATMPGAELPPPFSRAEHVAARLDALYFILLSSSLTMTKAHVDAFWRAFVTGATCQAERAATLEWLHRTRV
GRCDSDSSFVAFDEKVSRYVFQSKMLDTMDVAWLNPPGYALFQRYFVSVNTANSSIELVDDGTGSVPYRLKKPKKAVGLP
YLWDIILLNQDDEVWSLALDCLASLYHNIPSRKRKLRASFYGLAIQHLGNAPNEGVICRVLAILIALAKPESSSTTSVGG
ANASPAPLRPPLALHIVAPAHDPPARFRIRARGSLRLGGLRTAIARRLNLPSWSHSLLKLVSGGRELAPADDQAFLAELD
LEPAAVVYALDPPPKTLRAGPEALASAASPRSSRDAPHGVVLSPLEVPPPNSSGGGGLRRSLSNSSSLSEYFLGSDPEAS
PSISSGLSTPEPMFHALAAHGGHVLTSPENFAVFASLLSHSEPVAKLTLELLSLVPTNATKFAAYEAIMRDSNGAVLEWA
ADPDDRLEFTPAQRASLSLPTSHWAELFPSDAPWVLLYSLRLVCSILDSDDEPARALAWSRAFVVRGGVSWLVNILVSVL
LTPEAQHSAEWRSPTSHILRVLTTLGIELHDVSAHSLRRSLAAVIPTATLPASVEAGTMLAQQTVADGELPVLRPSLLAF
ADIDGASLVSVLLDIVRTEAGGSSEHSADAVRVADTMSLLLGLALADPGLAAAWLETPDLGGWLEAAVVRAEAPSIRAIV
AHRVHQLAAWNGGGFDRGCDAASPQQLFLNLVVDMLPAVAEAPAMAAQYFVLFRNLIDDAGHTSGTSLADLIDVADVVEQ
LLSFIGPERSDAAPACEAVAVGVFSALAALMRSLPEVKAVDGPRVLELVMGHCLFGVEGELPHCKTAEARRAGFALVIEL
ARGCSTNLGMLLRTVQQCVSAASALAASSWAFEPRKLARDGCGYVGLINLGATCYMNATLQQLFCLQPLRDGLLSAVSTL
PHKAATALPVSPLVSPLIVEPSPAPPQPGQLLFRLQHTFAALALSQYKYWDTSALMAVMPGLGGEPLDVAVQQDANEFLN
VLFDSLETALKGTPQAALVSSLFAGRLTNQILSQGCEHTSERDEPFYTLSLEIKNKANLAESLELFVQGEMLDGANQYKC



SACDAHVDAIKRLVIADLPPVLVLHLKRFDFDLMTLTRTKINSRLAYPHELDMAPYMIEDPEREPGATQYQLRGVLVHLG
SADSGHYYSFIRTGSAEWFEFNDTLVEPFDARDLPDATFGGERVRPDGNRMPATYSAYMLFYERVGWVPPAVASPTPARP
RVASAVAAAAAAAAGGVIAPPSPLGVPALGFPSYSDDDDGEIEGEAYDSSDSDDGGSGSDSSESCANDGPAPARSQSSFS
FDSSSDGPVGSELPPRAVREGTAAPANMLEVFGQEMGAANAELVRVQSVFNREFYGFMWDMLHLDEVAGTSAGGTTIELD
SLRLPAGVLLGTEFVLFVLAHDASKPLLNEWVEHLRRAYSGNQHALLWWLRLLAQPHSNLLESLFLRCPVDGVRRLVVDL
TRAAVSTVADGEDAVGASVGADTESGVVARGREWVSTVLEKLMLLLDSALTLAAREKSSLGAEDALLLLRNMLSGHDARE
LALGRGLVSALVAKVRGRAWTRLRRSAAAYAAIPYSAGDSSRRKRGEALVRNALLWMLSELVRTMSTGAPDNLGPSPTQM
AGPLVVVAEAELAAVSTTSTLEELVKVMETRESRECPVAALLLHLAWGHRGMTKRQVKAVRNVLTYTVDAGLRYLEQLLT
LDDGYADWRRAHICNEEYEAMQAIAKERNPMAHAARSAHSGGATGGFLAGLRARMEAAEASGGGPVPEDEDGGELSQQEP
ASFALHFEASMEAAQAREMSQALADDLAGVSVSDDDDEFDEAMAAYEASLMEAEPVATRPSFSRQPSLRPAPIVLPYAIE
KPGGYGTETLEITVPGTLEQLYVVGSGCTLDGSSGGKSAAKLSAVQEARAMAPSGSLLDAPISELKLNLESRAAARLAAE
LEELEAEAQALREGRRGRPAARWKKGRGAAPESALWVDHYAPTKFRDLLSDDRINRRVLHWIKEWDPLVFKRHAPKAPTF
NDWGRKLDKGKAAGFKAFSDRSKSEGRGGSKERGSGSGGGSEPPGRGETLLATRPYHKVLLLAGPPGLGKTSMAHVLAKM
AGYNVVEINASDDRTAAALKLRIYNAMEMQSMFGPAKPNLIVVDEIDGSMAGEAGAIGALVDIATSSKRPQTRPIIAICN
NQYVPAMYPLRKIAQTFTFRKPPKAKLTRRLGEICEAEGLVADAPTLTLLVNATEADIRACVNALQFVATNTQLVTPGAL
EEALAGTKDIDRSLFDVWTALFTLPTKKTEIAALLAKRLNRDADAMVTSRRVLDPGMAAAAALRDASSKSRVGKVVALVN
SVSGEMGKLIDGLHENFLDVPFNDPNLDKTLAVLNRFGAYDQLMARAMTNASFALVRYVPYVPAYVHMVCAAGTAPHLTF
PYMARTAARVSREVAASLDTMYRGLSPALMPYYPPHVLMQDVLSALLDILAPRIRPAGTLSSMASGDRALLDKVAAACLN
YGLKLEHVERASGKEYYNFVPPIHTMAAFTFANYFANHRPLLFGVQALLVEAIAEVASARKAAAQRAAAPFLASQSSSQA
LGTPAKSGVADVAGMDVAVPTPSPIRRTVARDFFGRELPSSPITPLGGEPGDSASGSGTKRSRTGKPKRKPTSAMFYRFQ
EGTTNAVRRTFTISELLTH*                                                            
>Ttra_AMSG_12029                                                                
MVHLKRFEFDFELLRRMKVNSVFEFPLDLNLKDWTKEGIELREALESAREANEDLDAIRASLAHTFRPDDYYQYELAGII
VHMGTADSGHYYTFVKERTVDGEWFRFNDTNVDPFNPSDIPVAAFGGTEYTTSWDPNLRKNVPHVTQKSYSAYMLLYERS
AKYECAEPVMDNDDDDGTAAAAAKSASLDVDPLDAEAAAAGLDPVAVARAAVQPLEPAPVLSRDEAAALVRDDIFQECWQ
QNMTFLSQKNVFDPNFFEFLSQLVHMAQADDAAPADVARAAQLGTVFVVEVLLHAKDKASLGSWMDVLTALYTKHLPSAR
WFLAELVVNPRWRVQILLHCTVPEARRALRALIVAALEAVASDELERGVFGAPGVPPELVAEPNASRLAQTEADEAYLGA
DIAGDVALMPHVQGSGSLAVRFFDALLLHIGELPMHWRHFEQYFEVLAAFVSLSPLAAAAAAEREVVGRLVSFFLEDQSP
FRPPPPDGEKVRLMGEKFRPPALAAMVETIDVLAGSVVLDEVDSEDAIVNAGGGDELYLSDFSYSMLFNEQFVTKALMDN
VATPQISQLVVTLCKDSIPRTRKYTQMLVTGLAVVAADEVGPYYTLLAAMVAMDDSVRAERGDIVMSGLVAAIDSQLPMM
HNGYLLIRGLVALASAEAGVRGWLASHRDEWVESWLMAAPYEAQRAEAEALLLVTLPGIREQLVAGWVDGGFDTRLPGSA
RDRNGSYDEALRSVIYSMGMDSEDGEVDSAGFFHPGGASGERGRRLAARPNVQLEATKLDAEAFTAVTETVGYLLGHLET
ARKYMAEHSDPLTKDGVAIESATKKYTKLVAFFRVLRMLMLRDEDKAAVFGVWPEFWKLFCDLDALNQELDDNKREMIEF
WVAAAEGSPQLLAAIGSDAEVTRRMLDMFISLRPLEKFLVYNRRSLPSWYRLLWLVARASETFRNAIIFHHNFEWSIKNL
YVESSSYGPVASALLLTIKELAGESPAFRTKHIQATLESGRLVSNARQVLRLLQVLLVSDADMALFCTGGGLAQVAEFIE
TRREASAYMDDKAFTPLAMAVGLLDQVMTFLVSPDASQTATLAGKAAATVAAEWKTRHMVLSPLVSALSSFRREETRNAV
YSIALKVAAFDPELCGEELVQILYNEHESVGARGSESGLPGYTSDGDDDSLDGHPVQFDRGGRLLISASAGNFVPPDADA
VRRLGKLPGPLMVQLTYRETRDLPLRALVAAYYRFVGDAVRQVLETTAYTPRILASGVRLLVTAAMETSTTPELVAPLAA
QLLELWRAEPEVAVHVRAEVRFDDWAELVLTSLQGVLVESSAHALLAAVLPVAAQRFAELRFSRMINTIADKLVNLCADV
QTYVQAPKKAKNLESAGRELRAVLLALGVLFETNPVIRPTFLATCTAQAEAQTLVGEARELVCQALGPELGDELVVMLEQ
VVLADE*                                                                         
>Ttra_AMSG_12048                                                                
MATSELLENAAVSVPTSAASVYKDECIYCFHSPLNENGLFVSLSSFHGLCRRHVEAYAARTNEQLYLHIKMTERAPKDEP
APMEEEKVAPTKMALGVEGGFQLVKTEYDYDYAIAVLPALEMLALDMVPARVREAADAVIVAESASFVDDVAAWEGENIK
VSDHAESLVQLDNGVKIPPSGWKCAMCDLTTNLWLNLSDGTILCGRKNWDGSGGNGHALEYYQQTGYPLAVKLGTITAEG
GDVYSYAEDDSVKDPLLATHMAHFGINVAMLEKTEKTVSEMEVDLNRNYEFSRITESGEDLVSLFGPGFTGMVNIGNSCY
FNSLMQVLFALPEFRARFAATPAVDAVFVATPPHEVVSSLHAQLAKLGAGLLSGDYSQPKPAPLPPGADPPETPKFVQDG
IRPRMLKYLLGRGHAEFSTKAQQDVEEYFRHVITVLERADHAAGTSDADLTHLFKVTLEDRYQCSASSAVRYEDREDVVL
SINIPMDAATNADAVAEYEARKAAAAASGAKPEGEPVSAAIPFDACLSHTFAPSSLDGFYSSAIGARTTASVTTKIKTFP
KYLMVQMRKFSVSADWRPIKLDVSIPLPLDLDLEAAVGRGTGIADGETPLPEEAAPEPEADPAVVAQLVSMGFSENACKK
AVILTGNAGAEAASNWIFAHMDDADLNEPYVAPGAASAASAVAVSEDAIAMVSAMGFDRDQAVVALQQTDGNVERAIEWI
FSHPNGLEDAPASTAAAAPVSDGRGIYTLRAIISHVGSSTRAGHYVCHIRKDGAFSFFNDELVAISKNPPLDLGYVYLYE
RSVQVLQSMADLSSVEALVAAMVDLTRLSDPLEQLPVAADDASPDTPLRLPGLEGALHAADELLDGFDFFGTVLPSMIAS
ILALPTLIPDPNLPALSQDQPETLRLSRAGARAVLAAAFLGMTAAYERINETFMAKRQRIRVATVVSDDDNDNDADDGAG
DGDDGSWVGGMFGSLSFAAVMASGSLGVGMQRVLCMLAYFHHTVGVELEGKLEICRRVLNELPPIDWATSEARLTDVDVA
LNHDIKIEDVAHAGKHIDFANRHLHIGCIIPSATQEEVLFSIRPELFLALLATESLLPHEAVVIRGAPLFARYSGYLHSF
RYAGPGVGAGSAAADPTEIVAIDAIVAHSVGQQLRASWFQRDLNKAYLGFSGFLLNEPLSSPLPADGWDPALISTGMWGC
GVFMCNPTIKFCQQLMAAAVAGCRLVYSTFGKAETARSHAALFAALVAADASVGQLYRILQERDAARCDPLDAYIIRIVS
GESDEGFAEYGTRRGFGWGADVPGGGSFLVRLATDESHNHWASLLVDLPLELGGLRCFTPSPLASTTRTTGYAGNNAGVV
KPQPDAPLPHVRPKYRLPALDALPDVHALDAVLISSPAAMTALPYLVAHMGFAGKVLATAAAADFGAILLRALVREHEAA
GWDSAPPADFAHPAWADLLPQDAQAWRSLYSLRDVEVALDAIERVSYGQIVHLQPGLTALAAPSGLALGACCWSLESLQH
KVVYLAGASAATGCAPTPLDLAPLLGPDVVIVSNTAPGPHNAPVLPQPSDSITALCSVIGATVSSGGTVIIPVDPVGAVF



DLIETVTAFLASLSLHTVSQLFISPLAKEALSHANIASEWLAPELRDKAFVPTPPFCFSSLLASRHLAHYRSLEQAIALS
PFSFDPDAPREPKILWVSSPHLRAGPAAQALALYANSTRSSLVITQPLDETAFDELLAPFHPLALRVVHAPIEHRLDAPR
LAQVLTHLSPGAIVASSALGLASSLPALAPTLASIPVHELDDAGAPPPLAATIHLAAGFDKVVVPHELAATSAKPLTFHA
TAALPVTAALVPDATRSAFYRLQLPDSGADPFQPLGILYAVPTATQLVEALHAAGIHDASLLLPDTGSGLVPMDVAGSST
TPAVKAETPAAARLGLPCIIIPSLAGSQLVVGPTHLQVKAGSPDAHSRIAAVLHAMDSFKVL*                 
>Ttra_AMSG_12421                                                                
MAIPANMIITIIFFFFNINKIIIMVVVVMVVMVLVVMVIMVVMVVMVVIIIIIIIIIIIIMVIIIIVIIIIIIIIIIIII
IIIIIIIIIIIIIIIIIIIMNLGATCYMNSLLQTLFMNEGFTSGLLAAQVKNPVLAELQLVLAHLVVDKRVSLRPEGLVS
ALDLAPRVQQDAHEFFKLLIHFLDNTLKSGDGPESVRNLVEETFAGLLAYHTVCEGCGTDRERTEPFYEIELNLLGEERS
LGGLIEQYLAPETLDGDNKYLCSQCESKQVASRFLTLNELPRVLNVQLLRFVYDVATGRKKKVHYVINFPHELDMSAYVA
SGVGGVYRLRAVVVHIGSTANGGHYVTHARGRSGDARWWKFNDSRVSVLEEHAVGYEAPSSLSAKGKALLRSAPAGTSSS
HNAYMLVYERVDGPTASETVPGIVVPDELFAQTLGHGAVVDTTGLLATESGASRAAAVAKHNELLCNVFEIGAPAVSDDA
PGAAARYVSRAWLGELASAFDGSEVPPMDNSGLECEHGLVSPERASAMKRLSVEAFDALLAAYGGGPVFTQDDLCVRCVE
AACRQQSEEVAMLEAKRAIASRLDPGGADTDAVLVSRAWVTAWRAAKSYEALMSLEPQINIDILCEHGQLQMQTSKTRRL
SRMAWDYFVGLVGDRSAQPPTMISADAEPCAECRGEAASVKEALAAERGVRANERSAFAAVFTLLAGGKRAKSRRNIEWQ
VGESAAASGGKLVPTPLSWLHAWKAYLLDASAPGPGPLSLDELRCEEHGGLTYAPWHAAENDGLVYRLVKAKLVEGLAAI
HGSVGEIVALAQGATASEAVCAACSEARVAAIEAAQFVYDKANVRIKFEREVTSGRKGGGRRGRRGPQVRTVASSVELSV
GSNMTLATFRLMVFQRTDIAPALQRLVVESGTEAGRVIGGGDEEVVTLENARIVPKTVLRLARRPASELSEDELASVRQL
KAAKASKKDVSDGKSSGYVETGFAATKLSGLAPGGVLQGVAASGSQPFPWPHLRSLLAAVVVERGAAFYAAVADTDDSRR
GHSYSDKIATIVALLYEFDDTPFTIQRLAELLLSPRALYTSTRKWLNAVTKAVTVSSVAPGGAFPADPPKMLDGEPSPLP
PDVAAARASVLAGESGGEFVVEAHIPHASSAPSPQGGASTPVEAHHENEAAVAAPEGVSG*                   
>Ddis_XP_635735                                                                 
MGNNQTKSDLEKLYEKYPDFPKNQKLFGLENFGNTCYCNSVLQVLYFCVPFRNKILQYYCELKGLPPVVINNSNENNNNN
NNNNNNSNNDTNNINNDSMNSNNNNSDNNNNNQNSNDSNNSNSSSGSSGSSSTSYFKNMFNFFGISGSSVNNNNNTNNNN
NNNNSYGQSSSFSSSYNNSRNQEKEGNLIINLGELFYTIHQNKETHGCLKPETFVERLKKENELFSSFMHQDAHEFLNFL
LNSIAEFLQKQQKNKQPQQSSEKKECNKTLVHEIFEGTLTNETKCLTCESITNKDESFLDLSIDIEQNKSLTNCLSNFSS
IEILSKNDKFFCDQCNSLQEAQKRMKIKKLPNTLIIHLKRFKYMENIQQYTKLNYRVVFPFEIIIQNTTSNIDEPDKKFN
LFAVVIHVGSGPNHGHYYSLIKCHGVWFVFDDHHIDIREESDIYDCFGSSNEFNNDCSYLLFYQCEDSSSNNKQK     
>Ddis_XP_635198                                                                 
GGFFPKLKNFKVPTEKSRLWKDECCYCFDTPENGEGLFIDLIGLLAFSKKYVQLNHQKTHHHLYLNFKKVAIVNEKVKSP
TIENGGEEKPPKKLAIGVEGGFNVEDEEIKYEEHYKLYIFPDDKFLELSDPIIPENVRVCCEKIKTLNSQSRKEEIVSWN
AESVFPSAFAESIIQLDNNTKKIDPKGPWRCDIEGCDKVENLWLNLTDGFIGCGRKYADGTGGNGHAQEHFNQTQYPISV
KLGTITKDHADVYSYPEDDMVSDPLLFQHLTHWGLNPNVMVKTEKSMAELELDQNLNFEFGKIQEKGKLLENVFGPGLTG
IENLGNSCYMSSVIQMIFAIDSFQTRYLKDREASFKDITQDPTQSFEIQMSKLAHGLLSGDYSIPLSKPSKNANEESEAA
TQIGIAPKMFKSLIGASHAEFSTMKQQDAHEYLQYLLEYIERAEHSRPSWIQQANPTRLFQFHNEDRIECGSSGQVKYTR
RLENILSVPVNLDDATNKQEVAQYEETLKQQNGVRQKDQEEIRPIIPLVSCINGFVEPYRVEDFLSPATGVKTFSLNSSR
MATFPEVLIIHLKKYTYNADYTPKKLNVFMDVPDIIDIDSLRGRGIKEGEVPLKEGTINTTTKVPEPSFNQEVLDTLLSM
DFPLVRCKKALLATGGKDAELAMNWIFEHTEDPDIDIEQTPVNNNNNNNNSSNSNDKLFVFNSQDVDNIIGMGFTDSQAK
LALKNTKGNLERAADWLFSHIDNLDELVAKDNASTSSINPSLIPQSTTSLQPVSDGVGKYELLGFISHLGNNVTCGHYVC
HIKKNNRWIKFNDRHVQLSEQPPKELGYIYFYKRQLN                                           
>Ddis_XP_643982                                                                 
MPIITSSNVTTSTLENGNILKKINKTPIKKKMATTTNSDTISPIEKLKQKNKLIKSQQLQQQQSTQQTIGETMQNILYKK
QNLIENKDKDDDENEQDNNNNEQDNKLKKKQDKIKNKEEIEKLNIKKKQVNSAISNEAKPLFHRMIKFKEAEIQDDSNDQ
LKNKYKPINKLNDSASKKLADLAKAKSEAKKKEKEGGEEEEDDDNILAKPKKVLFSVDQLSKLMEWKSVQRIGSGLNNVG
NTCFMNSVLQCLTYTVPLANFMMSREHSRQCQASGFCIFCSLETQVLQSHKCGGKSITPKEIASNIRKIAPTFRIGRQED
SHEFIRFMIESLQKVSLSKYPKGSINHRDAMTTVIGSIFGGYLRSQVKCSQCQYESNTYDPFMDLCVDINQADSLTKGLT
NFVKSELLDGSNKYKCSKCKKLVKAQKRLQIHIAPPILTCQIKRFSFLGSYGGKINRQIQFDQSLNLSPFMTQSNNHSIY
DLYAVLVHLGGSTSSGHYYCYVKGSNGIWYNMDDSSVSQVSLNTVLSQKAYMLFYSKRNIDQSINTNTVSINTIGNKRKL
DDEKLTSKITTPTTTTTTITTTPEITADEKQNIKKQKITNITTTTTTTTTTTTTKPINNNNTVTSSPKIESTKKVSPQIK
STSLSQSQSPSPSPKMKSISLGNDEIIDKQTLKNQTSDDDEEDDDSYSDSDESSLSGPSSESDNGGISPSLISTNLSPKL
TTPSTIINIHNQSKKDKKDAEKLEKQKQENENKTTTTKQQQEEGLDWEKIRVPQQSTTDDKRKLKSINNSKQNLENSKIN
PENGHLPFKVGSWDIEDIGSDFKQARKELLGDELLKEIKHEKDEHNKHFDLGRVKKVKTKKHLSQDEPNQFNKLAAQLKQ
RKENELKYGNDRSSKFTNKSINKQQQSTTNKNRPKKFTG                                         
>Ddis_XP_643907                                                                 
MNKRTQRNFESNIELINSLKKKVNGVSSVTNNNNDTDLLKEITKSNNESNFFSNLLNKTLNINLVCNKKKLLKNCSDNPN
CFHHLGQKCLKIEPDVYVKENLMKDLINNQSLPHENNNKESLSEFKERDISEQPIGLKNLGATCYVNSLLQLLYMNTEFR
KLVLEFKLPSDINQDNSNNSNSKSNNNSKNNNSNNIHNEDFIIDQLRLLFLNMRFNRIKVFDPSEFVNSLELSNSLHQDI
QEFFILFFDLIESKLEISLDNNSNNNNNKNNNNSVNILKKLFQGNYDYTTQCSDCNTIYRSPSSFYEIPLQLNGFEGLEE
SLKGFLSNENLTGDDQYFCKNCNKKTDCSRSTQLTTIPPFLCFQILRYSFDRQQLKKKKLHNSFTFPLKLNLLKYLVPKD
KTQQKTKQQMNNNNNNNNNKNDDYDDDDDDRDSGSETESESEMQFKNDNNNKNKLKSNNINNNNNNNNNNNNNNNNNNNN
NNNNKNNNKNNNSDNDCKDLFYCIKDSLFEEDEENQLLYNQVNFYRVVQKIVNSKTLTSVELDQLLSSDQFLKKYRSFFS
EIVNFKTIPQTTTTTTTTTTSTNTSTNTSNTNTNNTTVTKTNDNQNNFNKISKSITISNLDSNSIQFENEGDFEYELTGI



LMHQGVGTSGGHYICQIKDDITGRWFTFNDETVEEIDIKSLGKNNNKEKRKKKEIENGTISSSTAYMVVYSKMNRITHSE
DISNPLRSFNNLSNRLLDRLEEIENSFSQQKDSFGSQFEKLKFEWTKRIELFKEIEPLLQANINEEEEEEYKDEDEDDHY
NDDDEDELLKRVKEKSLLEFESKNKYYWIDVNWLKGWIQGLNFPIDNSNIQCSHGSVDPNKLESMKRISPIAWEMIYNSV
GGGGPAFDSSSVCTECLYSIFFQTEELATNKNLKDYCISLEKVIPKSKNSSTTTAAATTTTTTKSNLKEYYISYEWFKRW
KISNIEKRLSITPTNDLICPHDGFNLEEKDRLPITRETWEYLYSLYPMSKTLAVKDYSECLICRELDYKLNEKLELAKQE
KKDMKGLLALLSLTNKKKKPNLSVGQYNVISKDWLINWRSTVIDPSQDQEQDQDGSEFQSDSIDESISNTTTTTKDLKIF
IGIIDNSGFLCEHSKFQYDLSDQQFLNQLSTFSLTDKTSRLSEINLPFLLIPKEIYDKLITKYGSKDNINISFENNRLLE
PFTFCQQCFLIQQEIHLKKKLNFNNASLFIHRINDKENEKDLKYYSFPTTFRTSRFFRNEISPINSDYTVEGLKLTIFSI
MDVPPFKQRLFILTQDRKPGDPDSVIELKESCAQLNWYKLVPNQIIVLKVIENEDYFDDFIEESNYETGFKGTVFNK   
>Ddis_XP_647829                                                                 
MDINNLSKLKVPELKKELENRGFTKTAGLLKADLIEKLKSLLENENNSTTTTTTTTTTTTTTTTTNDKQPTQSIIINNEP
QQEQIQQKQINKDEDDNANIPPPPPTKEELPPPPPNKAELPPPPPPPSINNNNNNIDINQKYNKMDIDIENKIIKEEVKE
IFKSKEREDEEKDKEKKVLNILTENKNNEQIIIKPKEDIILTSNNNNNNNNNNNNNNNNNNNNNNNNNNNNNSNNNGEEK
KRKINDDENDDDDDDFDIATYKLKKKQIKTRKDCPYLDTVNRDVLDFDFEKVCSVSFHNHNVYACLVCGKYFQGKSQDSH
ANYHCLQMDHHVFINLKTQQIYCLPDDYEVIDSSLDDIKYLLNPTFTNDQIKELDRNSKLSRALDDSKYLPGIVGLNNIK
NTAYVNVIIQSLARIPTIRNFLLNVDNIKTNKSPLVLTLSELLRKIWNPKNFKAQVSPHELLQAIQNSSQKRFNIRESSD
PLDFLPWFLNTLHKDLGGTKQPNSSIIYKAFSGEIQITTDKPIPKSVDDDSSDYDNDDGENKKLKTKYSNSTSKQPFLFL
TLDLPPKPIFKDDQDKSIIPQIPLFNLLSKYDGTTETILPNGEIKKYKILSLPNYLILCVKRFSKNNFFIEKEPTIVNFP
IKNLDLNDYLPPGSPKSKFNLLATIKHEGDPNSGNFSVYINHKGNDKWFEMHDLSIKETMPQLIAVSECFFLIYEKIN  
>Ddis_XP_643687                                                                 
MSETRDVRYFADFIKNTPNNEPKEVITVVGHVLQCLEESEDFFFNFEKFSEMVEVLWFKLGQNPNHNDLIQRVDQFFKKI
IQIISTRISQSEDFSSENLKVLNLIFSPKPSGYREYRYQENGDDISSKLSSFEANGFFEGGGLNCLINRIEKFKHSFENL
KKIVNTIKKITKKVEKVEAQTVEHLIKIVFQKILGATDEEFKNENKKDLDLIIKHLSGIVNNLQYEQGHNSGTLQDMIHQ
QGLMVSLKCFKSPSLFQRNAGLNDIIRFCKSESNSNNSSFMLRNQQFSIYVAPHKIVEWLKENQVVELLYGETSHIQLLQ
KCTDILKFLAEQKAFDRKYLDLIWSASEGKHETIENAIYDSIGAIAPLLPPEDIDYLFDKVQMIPYNHYTQITLNLVRSL
TQRQQQATNSDGITSRGLDIFWNLMQEDCDVCNDLSNASLVSLQDSFQFYPNQRGHFLTRALDHIDKHRSVVVSLRLVFH
LINSFAEKKKKRDLHGGNNNNNNNMMNNEAEMANVIESIDSQHHLVDLLYNHLVYYTTQCKQIISNGYNTDRNAMNVDGG
GGGSDKHPYKPPQACDDYTFADRVSHMEQIQDYLNFIRFLYDKSSLSLTKQHIDIWWNIFVLEPVSHSDRTHFFNWVIDH
LSLDEHQVLYFINKFQTLTFTDLDITGFEFYKFCFNLIKSHDYNNNNNNNNNIDNNNNNNNNSNNNNNNNNNLIGLDDLW
RILLEAQNEQVGRAACSFIIEQYKDYKNPEEFLNTCMAKLSKVPIGNDSTMDPINYMLVTRCLSLVKKYLEEFGSRSSDS
FKKHFSPLITVRFSSQRNVFKFDVKSSESIGTIKQMLAYNIKSSEHCICLTFQGKMMVDDCQTIEDFRVGNGDTISFQEI
GEPRQPLTYVQSVSINFDQNNFALLFSLLNIQSIAQDVWDLLMLLPVNKQIFSEITIDIVNNKNNNNNNNNNNNNNNNNN
NNNNNNNNSNEDGQQQQQQQQQNINWDNLFDPKSSYRLLYSLLIIESMVVNDSYHSSDGNDNNLDGPNEWKQKFISSGGF
DHLIKVLMTTDLQNPSRGGKRNTCLSVLLRIIFSILESNHFDFNAITSHQISPADFLNRLISLTWNQVIPTTHEENLSTH
ETEDAMVVSHLMHLIVAILSNNDQLFSIFTKNKNILQWISLIILDSKDTFLRDKAANGIRDICHYISPATTKHYFLDQFL
TLLFKNVADDRQSSTCQQFFDVLNHLLNEQVRSLTIDASTSSFTSVYADLLLKLVDMIKTQPIIESTAIYQPDVLLMGLL
NLVKILIQDNNEFKLLAGQKGGLVKEVFHECLFNIATADNHGSTCPPKCKTKESRDICFAVLLELAKGCEPNLREITTLL
MEHHKPEEKRSLWSYFPAGNEKSITGYVGLKNLGATCYINSLMQQLFMIPGFRYNIIQSEEKYNSPQEQQESLLYQLKII
FANLQESEKKSHDPKDFCLTYKYDGQPINTSIQMDADEFFNMLFDKLENTLKSTPQEKLLKDFFGGSSVNQFISQECNHV
SEREEPFYTISVEVKNKKEIQESLQLFVESETLDGDNKYFCSSCSQKVKALMRRCIKDLPNTLIIHNKRFEFDLDLMKRT
KLNDALRFPMTIDMEPYTKEYLERKEAIEKAKEKGEPIPEVAPLHPPSYYQYELAGILVHTGTADSGHYYSYIKEREPIC
EGQPRRWILFNDQATEVFNPDDISKACFGGYDDQSKGNFRAGPRVNNAYMLFYERSYIQGEMTKKYENIKQSDASKLVPK
EMFSSVWKKNMKFLNDKNIFDTNYFSFLLNIIKLDEPSDLDSNNQMDFISSQELLKGTDSIDDQKLSSQDNELSSGGGGG
GATSELSGGEVGLYNGGSGSEFNQTMQSIELGTRFLIETLFHSKDRKMLGDTVNYLISLYERNLDACYWLLNTIVEQQGS
DNSWIRQVFLTCVTFDPREALIKLLLSVVKTLIPSEKENYGLDEDNEMMSENSGASITSIDEEDGDDEDDGGGGDDDSMN
TSSGTTGKGKQKVSSSSSSSSSSQMNYDQDEIYPSFSSLKKPKSIIFKFMDVFLDYIKEAPMHWKHFSYYFLFIKDFSLL
GEEERKYLINRNVIGRLIDLFLGDESQLSKTIPPHKKPKMGDKYSSPQFLNMIETINILVHSCHTRYSKMEFDKNGSYQT
MPGQFTLNLAPMPETDMELLYDPIFVAKAIKDTLLIKPITEIVSYICFNDIDTTNTITQYIEGFDQSKTSLEVLLPLIKL
DDQCREERVDIVIPQYINIVEEIFKNRNNLSFLKTLVEAAQQYYFISDWFKKNFDRWVTSWLIGNEHSEVRSDAFTLLIH
INQLNQEQPDHSAIIETFSFLSSVDTIKYAKKICKKDKDHRGVFKFEYYFKLLRLSLVVPECKQIFTQVASLFYGFITDI
IFQQNEIDRNRQELTHFLVDVLRDQPENIALLQKDQCSTKLMDYFISISSKEDLKQFNQKSLPSFYELLFILSCDKQSFL
EYVVGHSNFQWACKFLLCECGEYQDIAVFLFKLLELVSRTPKHAQSLISHFLGFPNFFFYPAHSLKVMDILTFSKKEAIC
FVNSQGINVFSKFLGSSKDSQENVRQYPKAIDIIFKVLSLIHSPQSPQDSSSPKSTNVIVIDEDIASSSSSSSSNIQNPT
NVNVNELTQEVKTLSSVLYNLMDSGEIVCQKAQKLLNFIAVESPDITILTFSDFITKWINKKNSMINNNINLINNNNNNN
NNMMNSINLVDNDPKQPSIPQFSHGNPSQQYPSPFAQQPPQQQQQHSRLNQNQQLLNQFSFSETFFNSLIEIVLISMQSA
TSQNSNPSLESKASISLAKLVKEVLNINMEMGSRILSRVIDSLKVEDRNSVISHCIEHGFIGTCETSPTTPTSLNSLYDL
VKSFLQDKANEETVNNFCTDLEDKVTTSIVSIKSLENSNDNQIDTHLLSLINALHQIQLFNNCCPTGKSHISLSNIINSL
NEFANKECCNIQSENATLFLTSFKPIRPSNN                                                 
>Ddis_XP_643147                                                                 
MNNIILDENKNNGQPHPQQQLNILKEVTTLSPPQNNNNNNNNNNSNTQNENNPSNNTPMISSPDSVNGAQPVNNSNNNNN
NNNNNNNNNNNSPVENSENTIDNNDNNNNDNNDNNNNDNNDKNNNNSVENSENTIDNNDNSAAPAAINIIPTPRPTKTAY
KVTNFSQKDKPFYTETQTILDLTWRLYVFPKGNNTDNKDISLFLDLLEVQQPGHPNIKASFTLEILNQKNPEKNVRKISD



HLFNSKGVDWGFNRFMDIQTLLDPEQGYMIDDGFIINVEVVQAYSCIDSSSYDSKKITGYVGLQNQGATCYMNSLLQALF
HISPFRRAVYELPTISDDPTKSISLALQRIFFKLQFGDKAVGTKELTKSFGWDTMDIFTQHDVQELNRVLCDNLNDKMKG
TKAEGTVDDLFRGKIKNFIKCEKVSFESKSDEYFYDLSLNVKGCKDIIASFDKYTETERLDGSNQYFAEGFGLQNANKGV
KFLSLPPVLNLHLKRFEYDPIRDENVKINDKYKFPDTLDLNRYLDEGADKSLSYIYTLQSVLIHSGDLHNGHYYAFIKSN
GEWFKFDDDEVTKSTFDRVSDESFGSDFGIRPGRSDNAYMLVYFRNNCYDQLTRTIDETEIPEHLKSRIEKDEMRENEQT
FQLRLTRDEDFTDHKSFDLIDFERFPPKTFKKTHDNMSIGHFKKQITAQYGIPVERQRIWAWTTRRNRTHRIEKYPEQDD
TSLNLIRARMNGDIRLHLEICFNPRPLIAPTSNGNNYILANNNINNNNSNNNNNNNNNNNNNNNNNNVNSGLTGGINQIN
SGINQHQHHHHHNNNNNQIVDNMNSFFPKIDKDNETSALLFFKFYDPETKSLKFLGSKVLDISLKASSVFPQLCQLAGLP
INTPLLVYEEITSSNIQPIKPNETLTKCEMLSGDILVFQKQVASPNKFNLPTVIDYFQYIINTKVVKIKQVDNSQVQFNC
EFSKQMKYSEITAKIATLVGANSENIRLMCKQNMAAPISPIKPNDNIPLYDMLSSTNKLTDLLYFEILNIPVKDCEIKRN
FKITWQKPFTNEFEIISVWVLRVGDVKELINEFLKTIKLNYKQQNNNNNLQQQQQQQQQTNGIVINNNNQQQQQQQQQQQ
QQQQQQQQQQDNENQKQENNNNFDIETIDSNKIRLIEIRGYRVEKILTDEDVCSIGDSSALRAEMISDEEMNPKNGERVV
FVVHYSREHNYPLFHGSPMTILYKPGESCQSLRTRLYAKLGGSKSLSSKEFSRWKISIIRGDKVEYIPDDGSIGTNIDWN
AVNTFIGLEHSNTHNKNQQKAIKILG                                                      
>Ddis_XP_628978                                                                 
MTEGPSIGAEQQTQQQQQQQQTQQQTQQQQRSPSTNSFEVISSNTISSFSESDSINSFELDEEVMDNTNSAQDQTFEDIN
STTDNIENTNGGEKEKNNNNDNNNEQEMKPIEEAEQQQQIPDLTREDIQKLKKEIKQTSLVVGEKWAIISNKWYSKWSEE
INSREELGPITNDDILQNGELRPGISETTSFTLVPEKTWIKLKEVYGGGPEIIRKVIRGTINNNIDLRIPISLKFFKSSD
TSNIVQGFAFKNETIKVMKERACKVFNLDPINIRIWDFYNQTKHAELKDLEYVSNSRLLEDQLILLEEKLANGKWPQQQS
DRYSSGNTRCGDPRPGITGLGNLGNTCFMNSALQCLSNTYPLTKYFLSKQYENDINKTNPLGCHGDLATDYAELITEIWE
GTYSSVYPRKFKGQIERFAPQFAGYHQHDSQELLAFLLDGLHEDLNKVKKKPFHEGKDYDGRPDDVIAKEQWEMHKSRNN
SVIVDWFQSQLKSKLVCPVCQNISITFDPFMYLSLPLPSETIKQFNFSFLNKDFKITQHEISVSSNATVGDLLKKLSEEV
GVSHNNMVFTVIMYSLKIYEHDDKLGDKNFTRDTIVVYEIDSDPTFTQVMVTSKQSNFSLMRIPFILSVPPTIKSQEELY
KLILNRLFDFIKDMDTVSEIFDSNQSSQQQEDEEPSEQNNNNNNSNNNDSSNNNNIGSASESAGDDDDNGTSSSGSNTFN
AGNVVINNFTQQRTNSSSYSSNGYSSGYGGYSGGGGYSGSYSGDYNRIPKDPRFIFQMVDSSNREIKPLTFPLRTREITL
AWEDPSQYFDYETISNDLNRSGGCRDIPMQREVNLEQCIKLFTTEEQLGPEDPWYCSKCKEHQRATKKFDIWSSPPILVV
HLKRFSYKRSHRDKLDTLVKFPFKDLDLSQYVLNKDQPAPIYDLFAVSNHYGSLGGGHYTAFALNEPEDTWFKFDDSHAS
EANINSIESDAAYVLFYRRKDTYDKNFYLNQHLGEVILNNNDNNNNSNSNNDNNNNNDNSNNNNFNNNNNNNNNNNNNNS
NNDNNLNNNNNNNTDENMNVSDSNTTTTTTTTSTIATQEGNTNNE                                   
>Ddis_XP_643807                                                                 
MKNIEEMPSKSQLVAHRSRGLINTSNTCFMNVILQSLTGCQLFLRVIKNLSDLEDLGKYPTLHSFNQFYTEYFSNPTSNI
LNNNSNSTTTTSSSSTTATTTSTSNNNKSQTPTSPIQQHHQSQTNGLSNQPSVATQSQQQQQPQPPINPKHFNDLVKSFN
SKVSPVPQTTVSPHSMVQVSKKKLKLQLYNNSLPQTICQQDAQEFLVFLLDLIHEEFLTLIKDIDIPKEDDKSTPTSTSI
VDDNWEVVGKKGKTAIITNSQQELPKTPISQIFSGVLRSSFNRTGSKESITVEPFYCLHLDIRPEEINSLEDALKFFMKP
EIIEGYTCSTKKIEISASKSWSFESLPRILIVHFKRFAFESDTSKKLDKLIRFPTQLSLSTASNHQTQKKYSLFSVVSHH
GRGLSQGHYTCDIYQPQQAQWIRYDDSTFTEVKEQDVLNREAYLLLYQLVN                             
>Ddis_XP_644261                                                                 
MGTAKDKKKKLAKKEKQKHSNLVENNSSGGKKQKNKAQENVGNTKNNNNNNNNNKDQVKITISEDGETIVLKRINDSFIC
TNCLDSFNMSVNKKGVSTYSTGKTISHECSSCGIKEISEKTKTTNGTKNKIISNDENNNNNEDDDEFSSNKDIIIGDGIK
GLDNLGNTCFFNSIMQNLTHLNILRDLFLREPGSTNSKIHSSGPLTMEMYYFFNKMYKSKQPRISPSGLFSEIARKSPRF
RGFKQQDSHELLRYLLDGLITEEQNVTKRRKDPTYIDKVFGGQLISIIVCFRCGYHSKTYEPFLDLSLPIPSGNEQSLSG
KQKGSFVMPRIATPPQQSLLKKANTNTINEILKAHENSINSTSTSTTNSLNSSPVVIPSNSSTSSTLSPISSSSTTTTTT
RISKNKKKKLASQQRKKEEEATNANNNNNNNNNNINGDGNDDDDDDKTSLDDIAIVNSSVTTDDSDDKMIGSPLFNSIDG
SESIESTAASAAADTQLNGAAIDDDDDVNDDNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NGGIEAIDDSKLLIVDVDMDKNTKRELLKEQQQQQGYESLAMGTTDERKEPTIINISDDDEDLDLPQPITPPQSQTIEVT
TIDEHSENIEKEIVTSPIDSTPTITPIQSGDLCLSFIDNYESKKLIDNSNLNINTTLPTLSNHDDNNTPILATTTTTTTT
TPSSTQIQSGCSSSSGHQRSVSELEKSFESIKISDDIEEYDGDDGDDDKLNKKDLYVEAIDLRKDIPSEAFNANTLLSCL
LQFTNPEKLFGENGFTCSNCKKIYLEYQDKLKEKLEKEKLQQQIDDDNQSMKLQSIEIDDSEKDINIKLSNSTDTTTTTT
TTTTTTTSTTIEKENQEEILDSKPIDKKNKKRQQKDKKSNKKDEIDDSEKFRRNASKQYLLSSTPPYLTIQLKRFMQTRL
GFQKNSKRIDFPSFLDLTPFTDQSQSIKNNNNNNNNNKNNKNDKNDENNKNGENDENDDEDEDGADIDKKDENNDDNNNN
NNSNSNEEIDNDNDENENIYINHSKSNHKYKLNGIVEHMGSMGSGHYVAYIYDDFNDQWYYISDSVVRSSSLSTVTSNEP
YLLFYRKEGIKTSDIFNSIKRFILENNNNNNNNNNNNNNNSDNNKNNNDKKEKEKEEIKVEKIDKKDVPLVVGKVENINN
NHQSSVEEINQINNENQEINNNNNKKEEKEEKEESIIINNTNSNMYSSLFEVDDNYAD                      
>Ddis_XP_646784                                                                 
MDSFKTSGFDIYIFQKNVLEASLIFYKSGFSFEKNDEGEIALYIEKWGCKEIPFQNNVKSFKVNGNDIDDIDENDCFKTI
EIYFLSGYHKVTIKGEISKEIWPEFKQFLRDIYGCKYIDNSKFQSHCETTINNNNNNNNNNNNNNNNNSSSSSNKPSFSL
GGGSTNSKISKFSVLSNSNLKSIAGKSNTTNELFQKRHNLVFGNLGNKITEQNNNNSNNNININNKIKSNTSNETQSNSN
NTIDVKKNYEFFRKQYDIIKTKENTDNYDFGIFNDIGDNDEIEEVVNKTNLTKKRERNDEIADNNKFQRKETYESSSSSK
SINSNYYNSNSSSSNSSIFSSSNGISGSGSKSSLAISGKHKGLNNLGNTCYMNAILQSLFGIKKLYRDIKDVKNQYFKDD
IKLYNQLLKVWDSVNDDEDDLYSSLLLFKSRYSRDIGVDTEDLKDCIDSLIPYFKGYSQHDAHEFLVSFLDLLEEQFKSF
LIKKFGGGDDNNNNNNNNNYSNNNISLTLQSSNDSSTSNNTVNGDKDSDKDSEEDEAEKSLEIEKIKKKEIKELNETVNS
IIKDICPITANFKSSITNMLQCCKCNDIQYSVEVFNDLSLNVPKNSFSEEKNLNLSDLVEQYLKEEIIERKCSKCKHEKS



KIVKVFSNVPNILVLHLKRFKFDTSRNKFLKNNYITEPLESIVLDQYSIDIPENNDGNVNNDNNNNNNEKEKEKEKEKEK
EKEKEKEKEKEKEKEKEKEKEKEKEKENEKEKEKENENEKEKESLNDKKEFDIVNVKKEIINENVNIKNEIQNEKLEEMV
NTDNGALKEIILKSKKQTVNYSLQSIVKHDGTLDIGHYTCCMNVNNSWKQFDDSEVSSTDRNQVFSTKNGYIFFYLKRSK
K                                                                               
>Ddis_XP_645688                                                                 
MVKVNVKWNKEKYEVDVDPSEPVSSFKGQLYSLTMVPIERQKIMGFKGGILKDDAQWKDLDLTEGKNLMLMGSAVELEKP
DKPIVFLEDLPPSKAAALNSLLPAGLTNLGNTCYLNSTLQCLKTVPELLTIIKNYKPKTNSRYSNLLKSSQGLFNDLSRL
HEPVTPSVFLNTFRMCFPRFSEKSPEGLYMQQDAEEAWGELLTAYAHELPLDNANGTDSHSADLIKRSMIGKLFGIQVVE
KFTCKDNPEEEPTTREETLLKLACNITVETSYLFDGLKKGLEEEISKASPTLHKDAIYTKKTLIKQLPKYIMVQFVRFHW
KDATKTKSKIVRVVQFPFTLDLFDLCTPEYKERLSPNRKRVEDEFNASLERKRKVIGGSGDGNDEDDKQVEKKAAVNNDN
QPQSSTSSNDSVSTTGAAVDDDVFFKENETGKYELCAVLTHQGRYAESGHYVAWVKKSENKWYKFDDRDVTEHTDEDIKK
LSGGGDFHICYLALYRTLTVKPKSSSTITEQK                                                
>Ddis_XP_636128                                                                 
MFGGLFDGDEDDTNREEFIGPLLPGQSNGGGGYGRSTSYKRKPTGERSGYGFVGLLNQGATCYLNSLIQMLYMTPELKND
IYKLGIDDFGITDLKQQKEIENKNEIDKENTKEKEKEKEQEKDNETNITNSDNNNNKNNNNNNNNNDSVSNNNNNNNNNN
NNNNNNNNKYNIVNDNDLLDSEYAIGLMAFGFEEYKLIAALKRFPLPSQQERLIDWILTCDESQFLDDFSSSGNNNNNND
NNNRASNNNNDEVPFGPSVNNNCNNNDFDNDASFVDQSLFGDCYDAFDTYPRRDGTTSEYYSSGMIDSGIPSDSSKAIVL
YDESTKINVFSGEALENNKNNNNNNNKNTTDNTSNTTTTTTNVNNNNNNNNNTTTTTTTTTTTTTTKRKGRIIPYELQRL
FSMLQKGDVYAISTEDLTKSFGWNGSQSFHQQDIHELNRVLFDAVEHSIKKTPIETLFNDLYKGYFVNRLTCTKCGTIKD
SQEHFQDIPIGVKGFNSIEESLVGSFSTPETLDGRNMYSCEKCNEKVVATFQVKLGKIPKILIFALRRFDYDFQRGTRVK
LHNRFEFSQQLDMTPFTIDYLQHKENPDTTPEPEKLNYELFSVLIHSGGAFGGHYHSYIKDLQSIGNSTLKVDQQQDKDI
NTSTTTTTNTTTTTTTTNTASDNKIEENEKKEKLNKNKENDEENDEEGNKFTGWFDFNDSSVLPIKDNVLKRQFGGKDEC
AYMLVYRSVALRDKMEFKDIPSHFEKEISEFNKSIVNERIDYDKSMNTMYIQPRFIDSVIIRDGLIYDIQNNIKEKDRER
ERESLAIDVSSTTEDLFNLIREKYKNQIESIEIETKQCGIVIQECYVKDGKIILQPPIQASPSVNIKKIGIREGSQLLIW
KGEDKSNIPIKFSVRYFYHKSKGLSNLMDATVCDEEEQIEKENETVTDSFVSSVTVDYLMKDLNLMVDRESSFQQFKDTI
CDGINQLMFTNERVTPNRLLLYMMPSQTCLLPLEDDMDLKFSQRIYNGISILCEVLPEGFDVESIGGSDSLDQSSSLVKK
DFELNKSKIQIFVKDRFRTTSAPLTESPPVRVLSDPKSTIYQLKETIFDMLYPNQKKVWLDQTVIRKTLVGGYEGTGISD
DSLMLKEANIVDTSLVIFEKGQPAKSNLSIKYLYAIDKKAVFPDPKLLTTNSSSKQTTITQLKKEILKQLSINEEFSNRY
ILRQTDLFEKPINVFIEEDMTLEESGIKSMDIVWLEEGVLPSKDQILLKVKLYQINNISQCLPVPSSPILHLNPTYIPMV
PDLFTIIPIGDLWADKKITLQQLKNQLLNWDLFLNQSFINMEEQDIRIWLDEKLLNSFNKPLSKLHIHLESSITIEIYTK
QIDQQQQNIIEDYDEPNGNLLEKVNELNGANHIQQHSTSFVKLVPPLLLYVHKRVPQEQSFEYPAKQITFKGKTIKDLTD
QISVTFDIDQQFLRLYKYFPNNKTNPWRIIEERQTLSSSSSSSVALDNIVIIDACCGAPQDVDQQPQQSEQNASTVTIES
VDNNKVSIVETETIINSINSTTATTTAATTTTAATTTTTTTINSTTSSSSVSIVETEQIDNKSIPAPPPPPPSNKKKENS
TVLELRGKPYLLKDGDIIAYLDTRDDPENNDKFALSMPKSVYSGGSGNSKSFYGGGSSNNTKVRPIEVDLKIELDDF   
>Ddis_XP_645473                                                                 
MSSMVKSYSVQPLPHNNNTSSTTTNTNTNTNINTNTSSSSSSPPIKKSISTCKHIDIYKQDGGSKRYEIIENYIFSYKTK
LINSDKLPTPYCMVCNCFNGRLHICLHCVHVSCWKQGHIHQHLGKSHPNPTAANNNNNNNNNNNTSTTSNSNQEEKNITN
NNDIHFLAVDLNLNQIYCHYCQDYIYDKEFDEIKDSVKLNITINLIDSKNPSTKRVKYRVWKPSDEESKFIKKNSEILDP
TLSNPAIGLRGLNNLGNTCFMNSILQSFLHNPLLRNYFLSDMHKCDKKNNLNNVNSSNNNNNNNFNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNENSNDDNPNIKSEPIDDNNSEIVSTPPIQNNNNNNSNNNNNNNNNNNN
NNNNNNNNNNNNNNISKICLGCEMDKLFTCVFSGVKFPFTPHHFLYSCWNYSNYFIGYEQQDAHEFFISSLNGIHSHCGG
TTGKDCDCIIHCTFGGALKSEVSCLTCQFTSSTSDPFIDISLDIPKTLKDKTSNANGNSNSNGNGNNKINTSTASTTASA
TLSSQDDEVISLDGSESVNGENGLGSNSHQEQYHQQQQQQQQQQQQQQQQQHQQQQNNTLLSCLERFTQPEKLDEKYFCP
NCNSKQESTKQLSFDTLPMVICFHLKRFERSQAHRRTHKIDTFIEFPTSIDMGPYTTIMKKKADAIDLNSSGTSIKSEDY
GGDNNNNNINGNNSNSNNNNNNNNIDSSFLNQLNDQDKFPSIIEQHDGDNSFTYELFAVVNHTGKIDSGHYTSFVKHQDS
WYKCDDSMISSTTIHNVLKSKGYLLYYLKKQLYYSK                                            
>Ddis_XP_646196                                                                 
MYGSSNTGVYGGQEKNQNHQQPQHGLLYSNYQQDHLIRGSPLQSQTLSYNLGNQSHNNNNNNNNNNNNNNNNNNNNNNNN
NNNQQPPQTQQQQSSPSPSPSPNNNQPFYNPNINGGAPPPQPIYNPNNGLYGYTPHQTGYEIDQPEDDGYYDGTWFEMRV
VPEYPSSNSQNPITSLKFDHWEELLWVGYQNGKISSLINPTLDRFSSFFVDKTEIKDLLVDSEGIISLSKTALSYHSRGG
APIYQIKNDRMKDFNAISFSNFENTEIVIGSDQNTLYVVDFFTGKVVKEVTMSSGVKTINRGRSLWCGQTNGEISMLDPR
TWRIESSLPAHKGDIKSVDIKGDLLVSCGCSPRLGQMYIDPIVRVYDIKTMRSLPPIQYKRPSIVKFHPIFYSTVVVVSE
SSNQIYLCDVQGDIQSQSPPYLQIDSLFGYLQSFDIAPTGECMAFGDSGGLVHQWAEKEDIHVNINPYPTECVPFTQLSR
PQKMDEYSPLSDVIFDQPPPVPPYDQFPLSYWKPNLSYPVGLPTRPINSSLLVHLKQHDFVGYISNTGISRKQIRGKAYE
DGSKKTLSNLTISSMSHIRPPKSYRWGEMKFKKFGVEDFDMVEYNKTKFAGLENILPNSYTNSCIQNLYFIPQIKETMLN
HLCTRNYCLSCELGFVFQMMDKCQGNIVDTSNFIRVLKQIPQTAALSIFLSGDSPDPQIPLTQLIANFNRFLLDQIQKEL
TPPIPTYNNNNDDNNNNNNNLNTNNDTNNNNNNTNNTNNNCISNINDTIIDKLFGSITTSSNKCINCGHQYEKQSRQFQY
DIVYPNTPQELGGDSTFSNLLKLSLTKQIKSPAWCEKCSTFSSTFQKKQLKTLPNILCINANCLKKENEEYWKYEVANII
PGSKTFNATPSSIPLQQSQSSTTTTTSSTSTITVPPSTYNNNNNNNNNNNNNNNNNNNNSNTNSQPINNTNISTPNGKTL
SPPNFSTPTHQTHQSSTPISTPTHQITTSNSSTSSNSSTSLSPSSLSILINNNQLTTTTTTTTTTNTATPIEEITWLPLK
IRIKIDDNGQLFITEYPNNPEKSKHHVDPKDLTQEINKDGQLYELTACVSHIKDQVKRIPKQGHCVSQIKVSDFYNKEFK
EESLELLGSNNNSSNSDNENNTNNTTTFNNNNNNNNNNNNNNNNNNNNNNKHRPNYIDSTWFNFNDFKINECSPTDVTHF



DTNWKTPSILYYNKVVSNSSTDTTITNIPIPPHISTITKEVYLQNNMVTCKTPINFTPATANTIPKENDLVAIDTEFVSI
GPEETEVSSDGKRVIIQPGNFSLARVSIIRENGEAFFDDYIQSIEPVTDYLTRFSGINPGDLDPKLSTKNVITLKSCYLK
LRYLVDQGVKFVGHGLKKDFRIINIYVPPNQIIDTVELFQLKNQRKLSLRFLAYILLKIDIQSETHCSVEDAKTAMDLYK
AYLQLVRNKEFDETLNKIYQIGRSLSFKVPEPNIELQSLPQIPSSIIDSLNFNFDLSISVNQLLDQIKQQVSPTTTTTAT
SSPQSPLKNQNQNKKK                                                                
>Ddis_XP_647029                                                                 
MKRRGKQNQNIDKEEQEQQNGNVNGDDNENDESNENDDNNHNNMNDDIINNNENDYIINNNNNNSDDDDDDNGDDDETKP
IEKVQIKKPAASRKKKKAASKKQPPTTSIISVSALESSDKNSTNLVPKTRSRGTIVQSVEMLTRKLQVPIEICSPPPQTL
PILPNAPIYKKQKSLSKPIPQKPSPNISSKKSNKLAAKQQQQQQQQQQEQQQDEKMGEEEEVSHQPPKPPHPRASKKKKS
GAKRKPNNRTNNNNSNNNNNNNNNNNSNDSDNETKEPLVDKVNDHNEDNSNGIDEPTEGMENEDNNTNKKEPFKRKNAVK
SPNQLHPSIESPPPPRINGKTHISGGNKRKSKSVTKCVIPLLEGLNDELNGGGSEDEDEDEYEEENEYIKKKIKIKSSLR
QPPYIDDEQEDEKEEGNQEDNQEDTEDDNEKEDDDDDDDDGDENEYINSNKRKRINRRTKGVTKSKIKLSSIQHLLDDQD
ESFYNLHKQNKQQQQQQQQQQQQQQQQQQQQQQQQQQHHPSLAKDKSVKRVRFHIVGEEKDVHEAETNEEEEREEEKLFP
SIEEYYGDGDGDGEDKNTTSKTIQNKNQTPTRSKRIITPVVPFLQKESRKSKIIDTANRSNTTRSTRSKSIKDAERDREL
QIVLVRDNDFGSENDDYNPSSLPQNDQFYRNRIKLLNTKDDKKIPKDLLPPYIRSQNLEKGDSSEEEEEEVQEQEQEEDN
DNDNDKDNNNDNDNDNDNDKDTTNELLVTQKQKQTKLSTRSSTRLSNGSSQTQPQSSPIPTPTSSQPQTQAQTPSQTQTQ
AQTPYQTQTPSQTQAQTQTQAQTQTPPQSPKKTPPTPTKTPSTPTRSSTRRLTTLESIPQSPQKVPSTPTRSSRSQQKEQ
KELEPPLTPSKSSKLGHLDDLIIGVENGYINIYSTERCPHLTHLRYESINEKLSNPNEWKCTDCHYTHPLFLCLTCNKIT
CGTFKHKHVSAHYKSSNHPLVFGIKDKFCYCFICKKFVENDNDEGELELLRGIAYESSFNFLKSRFNTEEKITQDDIEET
ASSYYEMVLTRKIFKIWSDSVEHEEGDDWRSNERHLDHLKDLYTFVANNDPEASSRSKAFFKETLNEMNEEKEERERSLS
TKYTTTTTTSTSSLLLSSSTTTTTTTNNTLTPTLIPTSINLSPSSSASYSIGIDTPDQFVMNERLKEIEEAEEIIKQKEL
ELLQQKQQESQESPQQQTTTTTTTTTNELSTNQQNQNDCDEKDNDQMNIDSEDSKIPSISITSNDSPTDNNNNNNNNNNN
NNNSNSQQQQQSPIESMNITPPASPLKLTGTLVNDDKGKRNYSSSYLMSKVASSPIKKNKLIPGVTGLRNLGNTCFMNTI
LQSLSNIAEFRTFFFELRFGDNNQPLIPSKPPSQPPQQQQSLPKGRQLFTNDNLQTNTINSTNNNNNNNNNNNNNNNTSP
TTTTAATTTNTTTTSKFNPHPYQYDEMGQQTTPYLNGAKVRQSTLECLEILQKKKSVTDNLDDKSFTLQLHYLFRLLWSG
KWSVVTPSSLLESVWRNIPKFKNYQQQDAQEFLSYLLDEVTKELNPKKKSNQNSSSVDNKSQPPPHPTIPTRKSSIRLRQ
QQSPPTSPPSSPTTTTTTKTSSSRFKKRNTNESKKNSINDLVTQSDENSNQTIKETKKRGRNITDESDDEHQNEENQNNN
NNNNNNNNNNNNNQTTQIPDEQSEITFISPMDINKSNSSPTINTPITSPTTTNTTTTDSSQTSKTTEQPQQPQSPDIVSK
IFQGQLKSEIICSNCNNNVSRIEPFLELTLDVPVFNQPKKITRTRKKLAIDTTTTDSDGSTSNNNIYNLEKSCTLEDCIQ
FLTKQEMLEGKMYFCEACKSKQDAKKQFTIQSLPNILCIVLKRFSWAHSSSSKITTKVKFPFELDLTPFVNNNNNNNNNN
NNNNNNNNNNNNSNNNDNRNNENDKTGSSSSTDSGVEIKDQLQEDGDKSTSASEDLDDGIEFITNPMQSVTTNTNNTTTT
TTTATDSESQSDILTIPQISSDQGESNENNENNKNDNSNNDQSSSTTTTSTNVINTYELLNVINHHGSGLFSGHYTAFCF
NDQQEIWVHYNDSRSRIVAAEEVIEDSQSNAYILFYQRKEIPTNQ                                   
>Ddis_XP_645628                                                                 
MNYPHNTDNNDIILLLIDCISYKDISRQSIDRIKQFVENENDFKKLVNNLNIGLDYISQQQQPTATTIITNNGDFKSQLY
SIMSDIFQTVYIKNKDIIEFNNFISICFTPSLLTSLLTPIISHNITSFLQIFKIILNCKIKHLNVFTVENINDIQYFYRS
LKNIATRYPKIINRNSNILNEELLTKPISMLLVKIIIDDLSTLPITMEPKQYDEIVYQYTKTIQLFWNSNQLSSIQVSME
HMFKKLMMSSSSSSSSSSNSSSSSSNNEIITPSISNVLNQSPIELIPLFINIIDNGSVSDIDLLETITKLTQWPLTPTNS
KWILETFNSLIRSKKTTLLASIVVESALSVIKQMFVLPLLSSSFEILQKMLLGYQHSPDTFHSIIDLFPIVIELLLMFHN
KINAIQHQPNGVDDGDGDDAIKRIEFINQNTQQTVYKLINECNKNRKELLLISIKNTSQPSKYRNTILITLIKFCQLSYT
LMFHHTGYPELYAPLLESLNKCNHLLPSIPSEFQMKRLLQDNEWQSLDSMVFENIKLNRVLTDRSGLINLGNTCYMNSFL
QSLYMTIPFRNYLLFKIDQNLIKFINNNNNNNNNNTNNNDNNNDEEIFKIYSKEILKRPQLLKQIQLLFGNLRLSIKESI
SPNLFLQSLPIEFQTGQQHDSFEFGKSLLDHLDLIFKQQIKNEQQQQQQQQQQQQLNLKNSNNASNSTNIVTEISNQFGG
KLSQITTCRKCSSESIKVEEFLELSLPFHDHRKQQYQLEEMINGYLSNEELIGDNRYHCSKCNSLQDADKIIEINETPNH
LIIGLNRFHFSRETKSIEKLLNHVDYPLNLNLPFIQNHQKDRNNDEIKNENENEIKNENENENEKEDFKKIKINENDDDD
DDDDGDENSKEKKKKSIIKLSNYSLYSVIIHSGRSPTHGHYYNYSCTSSNNSNGKPVDWCLFNDSMVKITDVQTFKNINK
QFYTDVPYILFYVKNPSLPSSPIDNTIDTTNNDDVSPWIKQSIIKENQNLLSKFNNTKNKNSNILEQFHTSGYFKKK   
>Ddis_XP_640063                                                                 
MKKRVTIRFYVKKKLEYGQRLKVCGSVRGLGSWNSKSAIQMNWTENDWWTGEFQFEATSNLPKNNFKLETSSYYFRNKNQ
YHNNNNNNNNNEGFIDQQQINNLFSNSKKQNHLPKSSSSSSSSFSSSSISSYTVEEDDYFGNNNNNNNNYNNQSVDNNSF
MNNQMSSYDENNNNNNNNNNNNNNNNNNNGYNNGYNSDTLNYGCGDGSSNSVNYQLSNSQSLSPSLKGTSPQLIEFDYKY
MYESYDCQYWEKGANHRVSFMMWSNDFSNEEEEIYIEIRDEYEGGNEVFPTLDYRSLSKVSSPPLYSLDELSLIDSNSNI
NNNNTTSTPSSSITTTTLTSNNSNDDLVGLQFKYSFLQPLESQIIPRFPAQICTFVVMDEGDSEFHSVNLVSQFFGTDSQ
KSLRMYPVTRAGSSNTIWIGQIYSPQPMKFEYHYVVTSSNNRGIYWEKEKRTFSTSNCNDNLVINNDGMIKYSDVSDSWV
KTGFVGLLEQDYNCSISCVVQLLYHIVPLRNIIKNLGGKIGFPFTQCLAKIFTSMEMGFGTTDISPLPNSIGSQDSAEIL
DIIVNALIEEISRISKNNNDYSLSIECCKLFEGEQQHTYVCIDKDGRINSMKTSNEKFVNIILPVKGFSSLEDSLEFYKH
SEEKSVVGDGSIYESMNEFVTIPDILIFQLDRTDYENRKTIKVSNNFSFPKSLDITSHNGDRVKFKIVGILCHSGSDFYG
GGHFFLFIHQNNKFYKFDGSNVSISNNQEAIINNFGGDSNQTAYVLIYQKINQLDSFN                      
>Ddis_XP_638597                                                                 
MRNEQLEQKKLIKENWSQELVSGEVVNIISARWLKLWKNYVKYDDNTTLNSSNTTPLNCSTTTSTTTTTTTTTTATTNNK
SVEDNNNSSANNNNNNSIQFDSAKPESIDNREIIEGNDSEGEPIVSKRVTEKEDYEIIPNRVWKLLVSWYQGGPEIKRKV
VELGVRNELYVEVRPLLVGVKYHQSLISELSKLPPSSTSNNSTKEFLFQKSLKSSLSELREYIGKVENIDPMKLVFYNNN



NSNSGSIKIKPIKRDYLTLEDLKFENSSQLILHFQPNNNCHSSSNSSSSASSSDQSSSHHNPKLMNKISKKIGNIFKKKT
HPGRSYSDPSYYQNNGSSNNNNSNGNGGNNGNQSGGASTTNGGMNIRDNSSTSSTSSSNSNENSPTFEQNGSTKELISNG
KVCGLSNLGNTCFMNSSIQCLAHTGPLVEYFLSGRYLGDINKTNPLGMKGQIADIYGKLMKDMWSGSSCVAPKHLKWIIG
KYAPQFSGISQQDSQELLSFLLDGLHEDLNKVIKKPYQEEKDEPKEPREDIVVANEQWDNHIKRNQSIIVNLFQGQYKST
LVCAKCSKVSITFDPYMFVTLPIPVPTERLFDVLLFRRKPQMGSEALGPDPNGIYCLNNAMSPIKYCLKLPKREDVETLR
VELSKIVGIESSCIALAETFKNRIYTFLNDQKNLISIKDKDVTIAYELPHAGDDISRIHVMHRKKNDLTLLPYVLLLNYS
ETTCKDLYRMVWERVGHRVKKGWKSALKQKLSKENIQLPNNNSNEENENINNTNNNNTNNNTNNNTNNQQQQQQDILSNF
EKDSHISTNDEMFEEDDTSSVTDDEMFESIYPFILKTTNGYGNHCDRCPNGCTGCPVECNDKPLHSLYKNPKYWREGCNN
LTIDWRPEILKYIDFTEHDDPNSPFTVQDKSIQLKTEFRNEITLNDCLQLYTKSEKLGTNDTWYCPQCKAHIEGSMKKLE
LWSAPKILVVHLKRFHYVHGHRHEKINAFVDFPLDNLDISQWVLNKSNPPPIYQLYAVSNHMGGMGSGHYTSCIKNNKDQ
WYLISDSSYHAIDKSKVKTSDAYVLFYELKQQPPQQPQSSQNASIHPIN                               
>Ddis_XP_629788                                                                 
MIENNNNTHLINSGSSSDTSLPIDEDISIKNKEDCSNDNNNNNNNKNDAIINTTTTPTIVNENNCSKVDEVLEKPPQQQP
QQQQPQQQQQQQQQQQPQPQQQQQQQQQQQQQQQQLTPQQIQQQLKQKQIKEINADFQRYYREIERGESSPVQSIQSLTM
IMTGVHPDRVLDSDQKNLFVSQWLPKYVTSVLSLKNLSNDIKPVIANFLKTAIELALEYLNFDYPELWISFCRIFNPAHS
FYYNDKFGYTKEDFTEFQNFKLKPDNSTSFFYIRNLNILFENNFYEKLLVLITLKPQLGRLASIMKSIYLSRDYLSNQFF
NSYLFRLKEILYNYFLDLFYEDLPIQERELYKEIYQYIQHLFSIIISQGEISRMSQEFDLNRALRCFQSVNLEKKLRGLR
YITKESSKCLKKDTDKQIIINFIRKQKQDNNNNNNNNNNNNNNNNNNNNNNVNCNFNSENSNNNNNNYNNNYNNNYNNSN
SSSNNNNNSNDNGNGNSNGINNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNGNSISNG
NNNSNNSNNSNNSNNSNSNSNSNNNNSNNNNNSNVNSPNPQILYDWILKNEIIENCCKISDQPDIIRHCIPVMTFLCQYC
QFDNNHLKLLWNSLVGKHESIKNIMYSAILTLVNCLLFDQVEFLYHKIHKTITSMKTSEFDSDLLLFLYNFTVLSITHPD
NLPITNKKYFGVDIFWSLCTQSQISPSPSPVLSQQSHDNSNNSNGNNNNNNNNQLSQNLCIKARVHFIQILRLQECSSLR
TQYLEASIENLKNNISIVESLALIINIIDPKKQKTFIEILESKYKIFDLFFREIGNYKKVAQEKLKSLVNYSPEGNNNNN
NNNSNNFINLNNVTFVGQFPHLVQVQGRLDFLEFILSQSNLMLNIQQVDILWDSFIANALTHEERELCFLWLKNTKISGN
AGRSTIPENVVRHLFLDKMPNMDWSHLGPSSYSVFERFFFFVNEKAGKIKRIQYSIFGSTGEMFSNQLGISSNSTKLKSI
NNGGSANSSPLLQAVNNQNQQSSQQQQPNSNNNTPNASPHSSPLLTSANSNNNNINNNNNNNNNNNNNNNNNNNNNNNNN
NNNNYNNQIPSDYIPSDYYIASTELMGISYLWSIALDSVQVELSNLAINTLNTLYQSGENQKSLKFKEEFIRVCVDNISR
NLVMIKNPNSREDSINRICRALTMLKIFKDTKNSDNGNLNNGVSGNYSLSSSQDRNRLAMLNRGQQQQPLSNADRPFSFL
VKFDRGDSYIISDIFGTDTLRMFKRKVASIYNVIPKPTVKSLKVYLADKELKDDDKTIEEYKILDSNGVQLNPIFVKRTI
SSTTQPLSNSNSPLLPSPLNSSQQSQQPQQTQQQQDNNNNNSNNNNSSSNSSKKNDKKGKSKKDRSLSQDNDNDTDNEEE
VDVLEDAPIASIIIESLQHQLGGFGLVGDLLLRKVQESGMKSKSSFGNSGKSKNEDIITAILSKSMYFEQIFNLLNLEEQ
IIAEKAWDILSELPLNEKLYKEIKNLSFDLSILFPTHSIFKTQYSLKIFENVLKPLTSVSYSSINNNNNNNNNNNNNNNN
NNNNNNNNNNNNSNGNSNSLTSSSERMPGTPNTPSSNGRDNSNSNSNNSNSAPLPSTNFSLSGSNDGIPIISINSSSPIN
TPQSGNTPQLLSQPNNNNNNNNNNNNNNNNNNNNNLLLNTPEEIKERFIQKQGVGYLVKVFIQTPITRQKGTIKMFGSIL
KTLSTITLRPSKENLKVSYSMQKKEFRSETSYSMGPDFIQKVFLVISTICPMIDSNIQNKQLVEDLHILCHYGLEIFITS
ILTNSNSGGNNILTTLKSFDWSQWLKLLLLECSDLTIQVKVSNLILNLTTNFKSSAYLNNGATVDQHLTIDVSLFFLNIL
LMFLPQINLYHSTAEQFFCLLSDLLCIGYPSSNSNSASTTPKSLSSNNIASQLNIQQQQQQQQQPQQQLSLLPIAKTNST
DYESANLYDSHHQDKNESIDFVRNLLSNLIHQLKTIQSREKTGSNQKDHILIGILNVIRSLIKRRSSLKQLCKEKQLSEF
LFHNCLFMTPSANDHGSTEQPPLCKMKETRMACFRLLKELAKNDQTSFYQVISLISNEIDSIDPICEWNYSPLEKEKSIY
GFVGLKNQGATCYMNSLLQQLYYSPYLKNGILSISLQPLQQIINDLQQQLNLIPNVIGCNNSNNNGSTPPPQTPLNQHNL
QPYPTMSNSSGTAGGGGGGNNSNGNGNGNNTNGNNQNLEKHKELQKKIEDYNLMNQLQLLFIYLQESSKKYYDPYNFCKS
IRNYNGDIINPGIQMDAYEFFLLLLEKLEDLMKDMPQKSILKESFGGVLTNQIISKECTHRSHREEPFLSLSMDVKNKRS
IAESMASFVDEEFLVGDNKYKCESCDSRVDAIKRTLIEKLPNTLILHMKRFEFDLDTMRNNKLNDFYEFPMLLDIEQFTV
ESVERREKNNILMTSIDPNQYRYSLSGIVLHQGTADSGHYFTLIKDSTNGNWFELNDTLVQPYDPNRIPYDCFGGFEEFR
EIDKETQKPIMVRRPKTCNAYMLFYSKVNTNYGDNNIASLERVDTVSDTTSTTIVAGAAGDLTNNDNNSVGSSISANSSS
NNLPEIVLSNDHTNTNTNTNTTTSPLSTSIPPSPSPIQRSNNNNNNNNNSNNNNNNNNNNNTTLTNTTTKISMEALETVW
NENKIYLKEKFLYDLDFGTFVWDIVNLNHNPTFDTVVPTLVTNINTNKEYQDLILSSIKLSTKFLIEIYAHSKETRIIDV
WGYHIKRLLRESINGAEWFISYLVEKKQLLKGILVTCLFEKTKATFVDLVTFAVALRKNSDLPHSRNQLIPSVVSLCNTL
MAMVKCYKEYSKRTVQRLLSLLLSIVSDCSMEREYLLQKGIISKLVDTFIGTYILNNNGGYNNSNNNNNGYNNNNNNNNN
NNNSNNNNNNNNNSNNNNNNIFTEPNKILDLLSYLIRQCQNAIESVIVQTQLTNYPSEKDRTKPLIHILLDKKAPISDSI
YKSYSNSLVSLNGNGNNEELQLYNSGNEHINGKRNYLYIFSDTTFVSILSKAFLIKSIKENGSSDSVKLIIKHLSWNNKS
VSTHYLNVIKETLLKSQVQFYWNILSALTTLLEIPDAIAAWRIETSMASLLRLPENMIYNQDGHDIFLKYITKITGSPNY
SSANYAAISNFQPILIDEFVSWKQKHKEIIIKTIKDTYYR                                        
>Ppal_EFA86799_1                                                                
MNNNKISRYHQSRNPIYSSLSSLTKTISTNYNINQFQQDNQTIDRNNNHVSKIKEKYSRNTCYMNAALQSLFGVPHFVKD
LKGNSEKSIYSKLLNLIEMKEIYLVRGSTGIDTKPFKYLLDQKTRAFKGSEQQDSHEFLLILTDILEEELKETLKKENEI
LEAKRKEKQLENKIPVNIKDNNNDKNNDNNNDNNNDNNNDNNNNNNDETINNQLIKSPQPLDIPKLLLSICPITKNFRST
IHNIFTCINCKVISENNEMLTIISLEIPTHSPSETYNIEKLLENYLKEETIYRNCNKCSHDKSSVTKYFSETPNVLVLHL
KRFKQNDDQTFRKDSLSIPPMETIKVTTILQIDDNFQQPKVNVTTTTTTTTTTTTNITTKINNISSTKSKELPNNTIKKK
TTEQKFNLQSAIQHIGSMDFGHYVSFVKGNNEYWKLYDDEKVVTDIRFIDVYDRLLKDGYYNIYINIVVVDAASSSIPRC
ILDQRITNDKYSMDCTTHNQYNVMICPSITACLSGQAQQFGTYNILVKDGVYDWVQPTSISLSNDLFINIKPFNVSSGVS
FKCYDNYFLNIVTDSQIRVNISSIELDCARYEEYILRRSSIYMNGDINRISQLNLRLQIEFGNSSSILNRANQSCFNRFQ



LQGMSSTEFGLCVHASCIQKSI                                                          
>Ppal_EFA86672_1                                                                
MSSSKRSIDQENEGGDTNNNNNNNSSVKKVKVDNERDVTPPPPPPPSSSSPPPPPPPPKEETHSTVVVDNRRPMLEVDDD
GDEEDDPAAFINKSKKNIHRARRDCPYLDTVNRTVLDFDFEKSCSVSFVNLNIYACLVCGKKFQGKSPGSHAHYHCMQSN
HHVFINLHNQKIYCLPDDYEVVDSSLDDIKYLVNPTFTKEQIALFDKSTKYSRALDGTSYLPGFIGLNNIKKNSYINVVI
QSLARVSMIRNYFINQDNLKNCKSALVNNFGELLRKIWNPRNFKGHVSPHELIRVVQSASTRFTISNESDPLEFLQWFLN
SLSYDLNVMNGVDTKQQNSNSNIIQQAFSGEIQLTVTPPPKSSGSETTTAAAATTKPTSKTSREKEPTIVNFPLKNLDLK
DYLSPDVLKTCKSTKYNLLSNIKHEGEPDAGNYTVYLHNKGFDKWFEIQDLTVKETLPQLVAVSEAYLLLSAKTKTLASV
FNFEVTILKISIDQ                                                                  
>Ppal_EFA86415_1                                                                
MGLGSSKFEKDLVSTEIPDTERFYGLRKCMLFLRLVWSVCLSFGNTCYCNSVLQALYYCTPFRNSVLKYYYSNNLHITST
RRSIEDNLFLTLADLFVNITTQKKRSGVIPPKRFVERLRYENEIFRGHMHQDAHEFLNVLLNSVAEYLQKQEKEKQKHQQ
QHQQQQQNRLINSNSSGNLNNQYYTQQQQPYNNVNFNGNANVNGYNNNSNNRNNLNSSNNSVNNNNNNNSGISNNNQSNI
NNSNNNTYTNNSSKLSSASNSTSNTNTHNRTDSTTSESVSVAESVTTTSNINNTATTNVNSSSNNSYSNHNNNNNQSTDH
IKTFIHDIFEGILTNETKCLTCESITNKDESFLDLSIDIDQNTSITSCLSNFSSVEILSKNDKFYCDKCISLQEAQKRMK
IKKLPNTLIIHLKRFKFIEQIQQYKKLNYRVVFPFEIIIQNTVSDIEEPDKKYHLFAVVIHAGNGPNHGHYTSMVKSNGY
WIGFDDENMGIIPESDIFDIFGSSSEYFGRNECGYLLFYQSESAMNETQFKPPQPNSSYIPTTSTFTNFFYGGTESQS  
>Ppal_EFA85169_1                                                                
MKLYKGVKITVKDIHLKTNKITGTTRKEEKEQQYHQQEQQQQEEQQQQQEEEVQQQQEELSDQKSTSTKSNSKRSKTSIS
SRLKKRKIEAEAMTESPGNTNQAVDSPQSASSFVNIQSDSSFVEMSSSTSPQPSPTFSSNSSYSIQHGEQVEEQNNMVVE
SSSSQQPNGVDVHGDQPADDDENAGVGSGSKKTTGGTKNTEDASTTTTTTTSMAANGVVIDSNNEYASLTEQERKEKNNA
IKQVIKTAPLKLGEKWYLICKPWFDKWESNMYSPEQLGPIINDTLLITDTTHLRLNATEDQDFVVVPESTWDYFLKSYGC
PTIIVRKVVKSLISLQIDYKYPQCLKFFKSSQPTRIIEHFVCKSETISSVKDRVCKLFDINPADVRVWDYYNNNKYAELK
NTEYVSNSKLVENQLILLDERLEDGSWPPEKNHNTYSYSSRYNSRSGAPRPGVTGLDNLGNTCFMNSSLQCLSNTVPLTR
YLLNDKHNQDLNRDNPLGCHGDLAIEYAKLIKQLWRGDITSTGPRELKSQIERFAPQFQGYHQHDSQELLAFLLDGLHED
LNKVKKKPFIEGKDYDNRPDEVIAKEQWDMHKARNDSVIVDWFQSQLKSRLVCPVCGKISITFDPFMYLSLPLPVNVRKQ
FDIVFVPYDSSVAPSPVKVEMPKTGVFEELLDIVSKQVNVEPERLVATMQSMSVIQKVYKPTQCVDIIGNRDTIVVYEIQ
GGLKNPEQFVNFKVTMKTSSYSNHFPFILSVPTQQLNNVEELYFHIIDRLKHLIKDLDKVRDVFSSNEKLAPQNEEEQQG
DENDPYRRYSQTDHYSNYHQVMKKRPKDPRFIFQMAPDHKYERKEFEFNPVNFDSIILQWDEESFDYFFDSEKLQHSVPP
YVFHRDVSAEKELTLEQCLELFTTVEQLGPDDPWYCSTCKEHQRATKKFVLKPGSTPLYDLFAVSNHYGSLGGGHYTAYG
LNDLENQWIKFDDSSTHNVDPSHIVSDAAYVLFYRRRDTKDPDFYLNNGIKEFKDSVADLVATNPPPQTNGNSNGYESSS
WYNARSSGMVGTGTRLGVASNRENSYVGYTSTTSTGVSAASSSSSNSIVTRAEAAASPSSNQEMEEINTNPTNGSDTADE
PPAQETTGDSSSSLMEVE                                                              
>Ppal_EFA84975_1                                                                
MDTIINGIIISSYEDSVKERLITTVLSKITIATDLKSLVISLIDNNILQYDNDLNKCRWSLFIVNHCLNNSNNNNNSNSN
SNNEIINHLYMDMERFELFFALILSDHQTITTYLLEQITILLRHVMLSSYHTSDNQFNLDILKSYLQTVFITFESKLSLS
ILRSLLAMLSCLTEQARDATGASTQSIVVSSSLADILNHSPVDLIVLYVPLLIENKSISDQHLYLIIRSLITLPVTPTNS
AWILETLNTMKTVKKNRLLVSLTIECSPILLKQMFQGPLLLESAYDVMENMLLGYQHSPDAFHQITSLLPAIIEFILLLI
EKKKKLVLQHQQQQQQQQQQVFNVTPPQSSSKIINFKVHKVVKDLTAMNDRKQLLLYAVKNCNDSYSNWWLLMESHDRLQ
SLLTRVTKMSWILMNHYSGYPELYSPLTDRLQRLGQPYNQPPKEFECKMILKTNEWKGMQSMHYENTKLGRTLSDRSGLY
NLGNTCFMNSFLQSLYMTIPFRDYFLSEMDSPNLTQESIDLVMKRGNMVKQLQLLFGYLRYSVRSAFSPSKFLSTLSFEY
QTGEQHDTYEFGKYLLDSLDSMLKFEMKSNHYLQQKHNISTTTTTQQPESKGESTTSTTTIATTSTTANATTINNNTTTV
VTDMFGGKIEQSIKCLKCNNESISKEELFELSLAFPPEQQQQNQTTINDCVELDQLIRYFFSVELLNANNRYHCSKCESL
QDAERKLQISGSPPKHLILSLKRFAYNIQSKSISKIFTIVDYPETLHIPSDYVNLATNTNANTNDNTQQKQQQQEFKYQL
YAIIFHSGTSVNYGHYFTYAKPSLSSEDDWCLLNDSNVQLIDLKSIKDVPKKFQKDTPYILFYRLAEATKNNSNNNNENM
NFEKPTVTPADIQETTQQQTETQTTTTNIPKPLHDEEMNVAPWIASEVKRDNKSLSESSSSTKATSVLESIK        
>Ppal_EFA84410_1                                                                
MSNEHQSGSMSSSTSSSGSSSGSKLTQLSQSAGIFQPSGQPYYSVLQQQLLAAAAAQQQQQQQQQQQQQQQHVGLYTHYN
HHGGTVYQPGQPVAMSGYSLHPYIMDPTMVAVPSPVLQPNGVVPMQSIYADHNSAGEYYPESESWFEMRVEQEYDATSQS
APNAPTAMRFDPWTELLWVGYQNGKVTSLINPNMERHSSFFGAAPSGNINIPIKDMLIDFEGVLSVGVNTVNFHSRGGAP
IFAVKNDKMKDLNAACYSKHDHTEIVVCSDQPVLHVIDFYTGRVIREVQMPSGVKSVSLARGVWCGQSNGDISMLDPRTW
RIEHSLSAHKADVRSMDIKGDIMVSCGCTSRNGQLYSDSIVKVFDIKSLRPLPPIQYKRPSMVRFHPKYYQSIAIVSDAS
GQIQITDIHQDTVSAATANSQYFHIDSLYGYILSFDISSSGDIMAFGDAGNLVHQWAEKENIRVNNNSYPLETAEYPHFQ
HQKRMEDDWPLSYVPFFQDQPDQQLASYWKPTLSYPVGLPQRPLNPSLLAHLKQHDFVGYITNTGISRKQIRSKTYEDGK
SQKTITNLTLSSITQVRPPKAYRWMDIKFTKVGFEEFDVGIYNKTQFAGLENTLINTYSNCCIQTLYFIPHIRNSLLNHL
CSKNYCLSCELGFIFRKFIYMMQKSNIVETSNFLRVLKQFPQTESFGLCLTQEQPEAPFPLSHLITYFNRFLMEQIHKEL
NPQPTIIQPQQSIIYNNNKQQQQQQQNQNQPQQDSIINTLFGSTVVSQNKCINCGYQYEKTSHHFQFDIVYPATVQELGP
EGPTFANILRTSLSKQIKTPAWCEKCQNYFATIQKKTPKTLPNILCLNANATKKEYEDYWKFISNSIPGVKPVSGNSPGD
TSNPNEITFENETTWLPLKIRLKIDEQSTTQQFNVIEYSNDLLQQQDKDNNSNNNNNNNNNNSNRPNSPNTTITTPSTSS
PTTPVNFIDPVTDDGQLYELVSSISHIKDQVKRIPKQGHLVAQIQVSDFYDKENPSQYYLFNDFKVKTCSINDVAHFDAT
WKTPVILFYRKVGYEEEIEPVPLERNPITKETYMANNLITTKGPMSFIPPHIATLPKEGDLVAIDTEFVSIGPEETEVSS
DGKRVIIQPGNFSLARVSLVRENGESFLDDYIQSIEPVTDYLTRFSGIQPGDLDLKISSKNLITLKSCYLKLRYLADQKV



LFVGHGLKKDFRIINIYVPPEQIIDTVELFQLKNQRKLSLRFLAYILLNIDIQTETHCSIEDARTLNKSSNIKYILQRMS
GKNRLNIFPTRMYVH                                                                 
>Ppal_EFA83032_1                                                                
MGELDQFVNQVRIPNANSQVWKDECSYSFDRTDMKDGLFVDLNSFISISKTFLQLNYEKTKHSVYLNIRKVILPTSPKTD
SDTSNPPPPKKLAIGVEGGFNDDDSPKYEDRYSIYFYPIDKHFELNDPTVPSAIRESAEGVIKANSVSRKEEIVGWSAEQ
VFPSKYADDLKQLDNGVRVPPTGWRCNEPGCDRSESNLWLNLTDGNIGCGRRYADGTGGNGHALTHYDKTKYPLSVKLGT
ITKEGTADVYSYPEDEMVSDPKLAEHLAHFGINIFQMSKTEKSMAELELDQNLNFEFGKLSEKGRELKNAFGSGKTGIEN
LGNTCYMSSVLQMLFATRHFKDRYISQREHSFKEITQDPTSSFEIQMSKLAHGLESGDYAKPEEVNQPKNEQEQVKASQI
GITPKIFKSLVGKNSSIFATYQQQDTLEFFQFMLQWIERNEKTRPSWIRSEDPTKAFTYVLEERIECGSSGKVKYTNRIE
NVLSLGIPMEAVTNKEEVQIYESLVASNGGKPPAGQEEIRPIVPLQACLDNFAESYKVSDFMSTAIGGKTFSINSTRLAS
FPDILVIHLRKYVIGDDWVPKKLNICIDAPDNLDISYLRGTGKKPNEEELPEQEVQAAAPVPNSEIVEMLTAMGFPKNRA
ARAALAVNNSDADSAMNWALEHGEDPGVDDPLPAPSAAKPAAASMSFNADDLMMLEAMGFNDKQAKLALKNTNNNVERAA
DWLLSHMDDLDQLLAQSESSSAAPAPKSTNTVDNLTKKVKDGEGKYELVGFISHLGSNVHIGHYICHVKKDGEWIKFNDR
QVQHSVEPPKEFGYIVLFNLITDQTIYGFDRNIPLFGVWDWKKEGGQDLTFNKLENIFNLSNIYK               
>Ppal_EFA82923_1                                                                
MDLQSSIYKCKDCGCDRDPIVKIVEEPEYIFIYIERQVSKDKVKYPVDFDGKQIEFSKYFSTEKEIKYSLHSVICHEDDP
ETKGYYSIQLKQQNGYLRCTSKITFVDDEDIKQLIEENSVLFIYSKNVYSQKVDETTKIPTRLRLSIGQNGATEQVLPTK
TSSSPMPSPQFTSPTPVIPTPSSSPIASTSAPQTTGPTTFAQPTTSPTKSVPPATGPTTFAQSTTSPIKTNPQTTSTTTT
TASAPTTSPTTSTVTTPPTTPSHINTKYVDSFSSVNSIAAFSFAGEYQSKANSPAVNEPVHNEPFNANSPAVKEPVHKEP
SNVKSNVNPSSQKSILNQTTSITASQMSSKTVFKSKSVISDVATNDSFLDWVSHMEDFRPEVKTLILNALQSNDIKTFSI
AITLDDIVAQLIADAGVKAIPIKTFRSKLAEVKLKRPDFVSVNSVFTNEEFPHWLRQVGLHPSDVESTIYILQENEIFTF
NGASTNKDELESTGLPKTICLFLKRQLEEIENQQLNSTIQ                                        
>Ppal_EFA82639_1                                                                
MLYEFIVTGIFGSVAVSTKELTKSFGWGTHDIFTQHDVQELNRVLCDNLNEKMKGTKAEGTIDNLFRGKIKNFIKCETVK
YESKREEEFYDLSLNVKGCSTIHQSFEKYVEVERLDGSNKYDAEGFGLQVANKGCRFLSFPPVLHLQLKRFEYDPIRDAN
VKVNDRYTFPEVLDLTPYLDEEADKSLPSIYHLQGVLVHSGDLHNGHYYAFMKPSMDGEWLKFDDEDVSKCTFTQVTEES
FGAEVDPTKRMPFIRNFTNAYMLIYLREKESNDLLKPIPDSDIPEHLKQRIESDEKKTNNQYFRIKLTTDEDFVNNPGFD
LADFTKVQFQMIPLKPGEVYNVAYLKRQITTLIGIPPERQRIWSWFVRRNKTLRIDLTPEYDETSLAEIRDKFRQQEIRL
YLEVSYIPRSLNMTEQNSYFQPIAPTLSNGLIFFKYYNPQTTTMKFVGSRVIDLNWKASHIVPILNQLAGLPQNTNIALY
EELSESDIEPLKLSETLKKLEIQNGDIIVFQKPVPINEKYHYPTTLEYFDYIKHKTTVKFKQVENNSVNFTLELSKDMKY
PEITNIISQQIKVDANKIRLLTGPKYYGSDFTPIKPNDNIPLKDILLSGQRSTDQLYFEVLNIPVSECESKRNFKVNWLK
PNYEYEKVSIWVPKIGDVSDIKKTFVDIIAETMPDIPAMNVDKLKLLEIRSHRVDRELKDEFIAQIMDNINLKIEAISEE
ELNRSPTDKLVQVVHFSNDSGFTSYHSIPFLLIIKEEESFAQIRTRIQARLGTSVSPNEFARWKLAIIQDEKPKLISDDT
IVSKGSDWNNVMLGLLHHPALHTKHNQKAIKINK                                              
>Ppal_EFA82122_1                                                                
MDTNTPPSIKVFNIDNNGNSNNNINSNSNNNDSSNSNSNECVDVSPVLSSSSSTSSLMNELHISSAVNLLQEQQHQQQQQ
LTSTSPTPPSILTPPLPSTTTTTDTNASVVATSTLSVNTNNNNNNSSSSNSSSAPPSPNITSTSSSLPMDGSNVNNNNNS
NSKTSSSPSTTTATSSSSSSSSSSTGSLASIDYGRFLRDIESMAIRNDNAPLRALQTLVEHLSAINTNHVSIESSQQFLV
WIPRYIYAAFNLKIFTPELKQHFNRFKWIYRISGLDLHDCVSRSPDEQVILSVETKVDSQEFYLFEGSAKYINNEQLKAA
GFSGFGGFLKNKQKPKTKDSSSSNGGGSGGSGVGSGSSNGAASSNINNPYINGGGGVGNGSSNSNGGNHSSNSSGSGSSS
SSNNSSNGSNSNTSGSNSGIGSGSSSNGNNSGNSNNNGPAIDQQLLLNWILKHEIVETFCKISDQPDIIRHGLPVMIFLC
QFGKLENHQLELLWNSSIGKHESVRSTIYNALLELFGYLHLEQLDYFYEYFNKSIVGFKSVEFDNDLLQFIYNLSMIAIQ
HPENVGSSKKSYGLDLFWKLLQDRDQNITFGHGDNVAQSLINRSKTFLVSLLRLQECAALRMTYIELAIENIKTFQSVYQ
SLSLIVNIVELFVKKQRATIESLENKYKLFDLFFKEIANFKKVIAQRSSTLSFSSLEGVNYNILYGSFQHLPQIQARFEF
LEYILSQSSIMLNIAQLDILWEAFVTGAITPEEKEACFIWLKNTKIQGKERIAFPEQVVRYLFLDKMANLDWSIMGLSSY
SVFERYFLYVNERSGKIKKIANSIFTGDLFSNQLGLPSNKPKALQLQGQQQSTNSNQLQPGQQGQQSSSQSMQPPHSPSL
SPTTSPSFHSANGYPYQNCGDSTQPSDYYLVSLDLLGIQQLWSAALGSLNLDVSDQAINTLNTLYQSGNDKGSSKFKDEY
LRVCMDHIVKSLNAKNNQQTVSHTSINRICRALFMIKTFANTESNKQSKDDAAAKLSNCTPANADKQYPYLVKLDRGDSY
AITDITGTDTLRMFKRKVAAIYGNPRPAVRSLRIFLGDKELKDDDKCMDELKIFDSNGAQQYTLLVKRNSSSNISSNNNN
SNTTTTTTTNNSNNNGKEDTNNKKDKKSKKDKSDKGKSGDSSKDSEYVDDDDDDYVEVLDDTPIVSMVLESIQHQLGGLG
LTGDLQLRKVQETKSKVVAGRGKIENSLAILISKPQYFDQIFNLLDFDNEIAEGAWNVVSELPMNTKVVNEIKNFKETLI
PNNSIYKSIYYLKALDSILDGSFESGQSNANGTSNKSPTGSDPNGVLEELKNNFIKKGAVIYLTQMLKDITIVPDRGHLK
LFNLLLKNLFTLSLINTNELSLVPMYIFKREAVPMFESPQFITKLFQLLSSAADLQVLLNGNANESTFNDFNSMYYYAEQ
FFCLLSELVNIGYPTSNSPAPSPKQNHENILLDDKGQLQIVSGQQKNQQQQQQQQQNQQLHPNDNLESQDFVKTLLSNLI
KELMNMPIREISSNQTKDHILVGILNIIRNLCLFKTPTANDHGLELPPLCKTKESRLSCYRLMKEFAKNDHNNFFLIERL
INEEMDRVDPTSDWNYSPIDREKSIYNYVGLKNQGTTCYMNSLLQQLYHSTSLKYSLLNIKVPTFNELILRIQQQQQQQS
TEGSSPQPQQQQQTSSPPQQNSPSQSVHPPHVQPSPEQIQQTNLLNQVQYLFIYLQESSKRYYDSINFCKSITNYDGSPI
NLGVQMDAYEFFHLFLDKMEVALKNISPEHKGILNEAFGGVFTNQFIPRECSHRSHCEEPFFSISLEVKNKRSVLESLDL
FVQEESLKDYKCDSCNSKIEISKRCLIDKLPNTLILHLKRFEFDLENMRNIKLNDYCEFPQQINMAPYTKESVEQSSDGG
PANGVTKKSSVINHLYELNGIVLHQGTADSGHYITLVKDATGNWFELNDTFVLPYDFRRLEQDCFGGFDDVKEFDKVQQK
QVMVRRPKTGNAYMLFYKRSDNSNDHHSQCKPIAPAAKEAKIPKEVLETVWNENRSFLLEKYLFDSDFSTFIWDIVNLNH
DPTFDPVIPTKSTTVHSSANQLTILSSIKLTTRYIIDIYSHSKERNLLDVWAYHLKRLMRESIQGAEWFIRYLIDKNLLK



GLLLGCFFEKTRQTFVDIITFAILLRKNTLAEQQQQQQSTTPPKDMMSTTMVSFYNTLISLTKSIRDYPKRTIQQLFSLL
LNVITINEKEKEYILQRGTYMPNSIGGSTGIISNSSNYQPAMYGQSSGTSSHLGGHPSAPSFHNAIYENLETPQSNTTYR
IQPPAGSPRHSLVLSETTLVAILSKSFLLKLIKENGWCESVRQLIGHLSWNNRSISTHFFNIIKEILLKSSPNIYQYVYP
SLTSLLEIKDPQTEWRIDTIMQSLLKLPESMIYSPEGHDHFVRYLSSIAVSNPKQPSLIVSEEFNAWRIKHKDAISKLIK
DGYYK                                                                           
>Ppal_EFA81974_1                                                                
MVKINIKWGKEKYEVDVDPSQPVSVLKSQIYSLTQVPVDRQKIMGFKGGILKDETQWKDVDLVEGKNVMMMGSAAELEKP
KEPVKFIEDLPEETQNTIMNDMPTGLANLGNTCYLNSTLQTLKAVPELVKSIQTYKQPSNPSMYASLVKASQVLFNELTK
SNLPMSTILFLSTFRRMFPQFAEEKGGHFLQQDAEEAMSQLLTAFSYELAAPGQTLNPNDHDHEKSIINKLFGIETIDTM
TCKDNPSEDPTNKIETLLKLACNINIETSYLHEGLKRGLEEEITKKSPTLNREAVYLKKTAISKLPPYLFVQFVRFHWKK
DVKESRDSATVGVKAKIIRPVQFPFMLDVQDMCTPELKEKLAVKRKIIEDQFNQSLERKRKPLDDQEMSDVSKPPEKKPD
NKSTSATSDVSLDIKPNDTGKYELSAVLTHQGRYADSGHYVAWVKKADNQWYQFNDNIVTLHTDEDIKKLYGGTGDWHMS
YILLYKSVNVEEPTAATEESSSSTTTTTTTTK                                                
>Ppal_EFA81571_1                                                                
MIDTHHQHTKQQQQQQQQQQNDNRSLDSSNGSVKSTTEVVVDTNNNSNNINNNDKDKDNNSISSSSSNVDSNSSKDERSE
QRRIIKENWKNEPLTAGQTVNIISAHWLRLWRNYVRYDENSPKSMTPLTSGGGGGGGGSSVNSNSGVSGHAALKLSAEFD
IPKPETINNRDLIDREDSEGGHIIAESRLEGEDFEIIPQRIWDILVSWYAGGPEIKRTVIEMGVRNEKLVEVRPIVIMIK
SHHIVNGNSNSNYLTSTATTTTTTTTTTTTTNNNSQQYSNGSSNDGYRVPQQQQQLAKPTSKPKYDFLIQRSRKSMLNDI
REFICKKELLDPSKLVIYRHTLKQKEKELKKNLTLEDLKFESINFISYHFQSDHQKSIFGKLRDKLKKKKTRDQMIMDPR
ASAMSQSANGGANRQPNGANGHLENGNSNISSEQQSHSKEIVMHKSVCGLSNLGNTCFMNSSVQCLAHTTPFAEYFLSGR
YTLDINKVNPLGMKGQIAEIFGKLMRDMWSGDTCVVPKNLKWAIGKYAPQFSGISQQDSQELLSFLLDGLHEDLNKVLKK
PYIEEKEESKEPREDALVASEQWENHLKRNQSVVVNLFQGQYKSTLVCSQCSKVSITFDPFMFVTLPIPVPTERLFEVLL
FRCKPVGQLGPDSTGVYCLNSAMAPIHYCLRLHKREFVQTLRIELSKVSGIETPCLALAEIFRNRIYTFLSDQKNLSFIK
DRDVIIGYELPVAGDDVSRLHVMQRKKQDLILLPYVLLVKFGEITCKEVYRMVWERVGHRVKRGWKTELLRHRASKESMT
STPNSSSAASATANLNGKINSNGSHTNENSSSDKESPISSPEGSQFGGVEEDDTSSITDDESDEYIYPFLLKTTNGYGNS
CDRCQSNCNGCIIPCDGRVLKEIFRTPKYWSEGCSNVTIDWRPEIFKYLDDNDNIENTQLVKQDQSVAIKASMGSDINLN
DCFSLFTRNEKLGPNDTWFCPQCKIHIERFQFLHRHEKINAFVDFPLDNLDLSKWVLNKSGVPPIYQLYAVSNHMGGMGA
GHYTACVKNRDRWFLISDSSYHLIDESAVKTSEAYVLFYELKKPNQ                                  
>Ppal_EFA81121_1                                                                
MSSNNNNNINNNKRKKEFINNVNSIESDVISSLRDGSITDDSISELLQIAFNLNGECEKRRPTSNCSDIPDCFHNLGQAW
LAMSEEEDEEYVAETILKYHQTDIIRNTVRDCNKTPAGFRNLGATCYMNSVLQVLFMNSQFRYNLLSIGHHLFDNKNNNN
NNNNNTVTSTTTTTISTKTASSPSTTSTTNTTTTSNVTNNNNNNNNSNNSNNKHVDENEGYNSSNNSKSSSNGKVVNDDE
KEMEIDNHKDTVMNDCQSDLDTSSISNSKDSDNSNDNNDNEDSNEDCNNNLNNSNCSIELNKSIEIIEPKAPNDTVHNFM
FQLIFLFYNLLYSSKKTLDPTPLVNCLQIPSDLQQDPQEIGNQIIDQLYKGTYYYVTKCLGCNNKSRISSVFYDISVKTE
KMKTIIESLNDYISKEKLTFTCKYCNNVSEHERSTQFSADSLPLNFNLHLVRYVFDKETIMRKKLHDPISFPLELDMAPL
LEEKDNDNENESDKYNDSLMADEHPNVKSNGTTSKVNNKEKVKVKENKKKTKNNKNNNHPDHINSETDNESTEEECDIPK
DKTMTDVKPESSSSTSDTQYELTAILMHKGIGVTSGHYIAHIKNEITGKWWEFDDQNIRELSNEQIGKDQLGEKRKAKEL
KEGVISSQSAYMIIYSKKNREVYKDAPKFNNESIIEEFKNEEQSFKTKADEFRSTLNQAIQVWRERKKFCLSQLDTIKVG
ESSKGYYWINTDWLLNFMKGIESGPIDNSLLLCEHLLLDPKKLPLMKRVSKTFWDSVYDKYRGSPVLDQDSFCRDCLCSL
FSSTKDKVDESTLKESIIAKEKSVKNRTEGCFISNQWYKDWIKKTCNMELLKAKSATEDIECEHGNLSIYSQDRKTISKE
TWDFIQPLSPTSIEIPSTTEECQKCQDEYEERNKISNDWSDAWFRYINEEEKSERPSKIQNQLLKCEHGSLIYDMSDLSK
LRFDLEQGQPQQPPRAIIPFIVVSASVWEAVVSVYGAEDDSSIKLTNSKLSIPHCMECHDNNYRQFLEKQFQFEKESIYI
HSIRNDQDEKDEKFYIFPSKVRRLYKRIEVSPVDSTYTVEQLKLLICSITLTPTFQQKLYINNGTHLQKDSNTLASYKIT
PNQVIVMKETKELDGFFLVSFISLISENIIKRMNQNQDLKVPFYWIKYCLKFNIKIYQMSVSCSYFCVKINNATFYIADN
EEDKVETQGLVTLYATREGSQRVIYTVIDIENGNLVTKISTLSRRVEFEFMSDLESNLVKKGTSKNTKINETIAEREVAA
H                                                                               
>Ppal_EFA80367_1                                                                
MEEINYDEIIKDLSVGRYFTSYCVIDLNDSKIKASTENFKYKSPGELTELISMLKGASWKAKVNGIVIDGCKYTPIKSAQ
GLIYGQCQTGGCCLVKAEKIGIIAIYIDFKLYDNATRLIETVKKKEKGTSNGGNGSGKSSVNDHNSAPNGASHNHSNGNN
NMAITNGVNNKNQDHSDYNDSNTTSNGKEIVMHKGVCGLSNLGNTCFMNSSVQCLAHTIPFVEYFLSGRYTSDINKVNPL
GMKGQIVEIFGKLMRDMWSGASYVVPKNLKWAIGKYAPQFSGISQQDSQDLLSFLLDGLHEDLNKVIKKPYIEEKDDKET
RDDSVVANEQWENHCKRNQSVVVNLFQGQYKSTLVCNQCSKVSITFDPFMFVTLPIPVPTERLFEILLFRCKPTGPVGPD
STGVYCLNNSMAPIHYCLRLNKRDFVQTLRIELSKASGIETPCLALAEIFRNRIYTFLSDQKNLSFIRDRDVIIGYELPV
AGDDVSRLHVMQRRRNYTN                                                             
>Ppal_EFA79991_1                                                                
MVDQHQQQQQQKSTLKSSKFKENNNNNNINNNNNNNNIDKSPNNNNNNKKYNGNTLNGQSSLKNSNNKLNNNNNSIKSKG
FNDNSLQQQQYHQQQQQLYPIQQQQQTPIPQQQQINVTFEQHNDNIRYQQQQQQPQHLHNHNQSQDIAIDIMDNTNNNNN
NNIIPQQHPQAYEYPYGYNYPYPTYPYYYTPYTQYYTYTPPPPHHQQQQQPSSHQIPQQNNTNFKSPSSSSTTPTYNIVN
NNNSSNNNSSLNNNNNNIDNSLNNNSNNNKNSKKNKNCLSNVLVTTKDSSSHSMMSRVDISSISFGTFDSSHWDAMLVTC
SPLLPDSFSFVSISDSTPITQLDHSLINVPPRNIVFDNSKHTIAQSQQPQHQQQTSTSPTTSSSSSTQSSPISSSSSPSS
STNTSPTQQPSSSSKQQSKKKKKKQQQQQQQQTNNELIPTPTATITTVSTSNKSTEIHIEQSPIPTIPSNVQSTSTTTTT
TTTTTTTTTTSTLSQQTNQSKEGESASASVPPVIVDQQPTSWSKLIIQTMALDTNSSSPAKPVASQADASNLSNGSNAHQ



NQLRLKKELDKKLAWLKTFDEQVHKTKAITFQSKGLVNIANTCFMNVILQSLVGCQPFVKLLKNISSSSEVLDHHSQHSK
YPTLLNLIQFNNDYFSLTTTTNNQSSSNSSKFMNNNHSIPNPINPKYFSDLVKSFNSKVSPSPPATQPPPLSIPLSKKKS
KLMVFEQQQQQLTQQSCQQDAQEFLTYFLDLIHEELVSLVREIEGPKEEPLIPDDLDGEWEVVGQKNKTSTINDQSNTST
SSPISQIFSGTLRSSVNKHESKESITLQPFYCLHLDIRPENIYTLDDALSLFMKEEALEGYTCQTKKIEITASKSMSIEI
LPRILIVHFKRFAYDTKAQKLDKHISFPTQLTLKSHMPIKSDQTKKYSLFSVVSHHGKGLSQGHYTCDVLQQNNQWVKFD
DASMSDVTEQEILSREAYLLLYQQHLIQILK                                                 
>Ppal_EFA79836_1                                                                
MGKGKDKKKKLKKQAAHPLVQQQSKKKQSEGGNHHSSSGNSSSGSGSGNKKDQITVEIDERGNTITLKIIDGNYYCTSCL
SELQLSAKKSTGNSVSGKPLECSVCKVAQWAVAAERAKEHAEIARAASKKEISSGIKGLQNLGNTCFFNSIMQNLTHINA
LRDVLLVPPGTSSISNNPVKSNGPLTVEMHHFFTKMYKLNSPYISPHSLFTEICKKAPRFLGFRQQDAHELLIHLLDGLI
SEEQEATKNKRDPTYIDKIFGGRLISIITCFHCGYVSKTHEPFLDLSLPLPYAAINIQEIKRKALANSSSHSSGNRSGSG
GSKSSGGGGKVVKPSFADLGLQSDDEDDEQEEVEEKKSNSAPRTLSKSQLKKQRRKEGKEMELAAYQSLSDEPVGADIEP
LLSDKPEAVTATTNGIEIETIISSNVNNDDSSKTDAEGYEVINSPNGASLSVLDPLPQDESSITTDEKLEMSTPPALEPI
IESTATGVIGVVYDSVNSDVEGETEEEKSNDKPDNLNDSTSGFIHLNNSVESTTTTAKDTSYHTEQQLSSYNVIDDYESK
ASPVSSALSSVESTAESASATSIIKDFEKIDISSSTTSSPSITGATTTTDDNSTKKDSDKDVKDEPTDLRKNLPIEAKMM
DNLLACLMQFTNPEKLEGENGFICPHCKKLANGQIEEEDDIIITDDNVSIINNDEKSTITTTATATDIITTETATSTAES
TEIESTNSNDSKLEEKEEKEKEQEKELEKEKEKELEKEKEQLPQSPPEQQQQQQQTQSKKKKKNKNNSNNQNSNSNNNNS
KKKKEEEEVIIRRNASKQYLLANTPPYLTIQLKRFMQTSRNGFQKDGKRISYPLVLDLTAFTDQSSASTSRESHRYRLNG
VVEHMGGMGGGHYVAHIYDDTTGQWYYVSDSTSRLSSLEQVMSNEAYVLFYKKLDHFESSPSSPTTTTTTTTNISSNSIN
NNSNNEKVNDIVNEDEVEVEEGITEVIITENGNNSEIEIELITNSTSTDMMTSDKSNSIDEDVETIELSSVSSSSTINVE
EIIIYDEKLELEKEQQKQQQQHLTSTNSDTEINNTLEIVYDETSFK                                  
>Ppal_EFA79650_1                                                                
MILLDGVCRGLFDEEDIGYGDDRAPFPANRPSGGYNYSGGPSRRAPADKRSQHGFVGLLNQGATCYLNSLIQLMYMTPEL
KNNLYSLNLKDLDLEQLTNNNNNNDTTQPTNVTANTTATTATTTSISSATSTTTTQNVSTNNNITTSNTSSKNNNNNNNS
SYINNDLVSFMNEDMDDDIMNNVEWEEIGTGVYPPRSTNDDINDINIIDNIHINNSNDGDKMIVDNSNGNNNGNDKSGSN
QQVQIQEQQQQQQQLQDSKKLNEDVVFEDFNNNSDPFAQYDQDYVQSVLAFGFDESRVLEGLKKFPHVYQQERLINWILS
DDVVDAQNFDFPDLVPLGTFDDSSHQLATNTDDYAAFSMDFNTDDNIAKQSNNNNNNDNNNNNNSSSKAIVLYDVNNLNV
TLNNHNNNNNNSNSNSNNNNGGDGIVIDSDEIGKEKSNVNGDGDTTSFIPLLAAAFEQQQQSIPGPVTLPQPAQPQPKKR
RGRVLAYELQRLFSFLQVGEVRAISTEDLTKSFGWYGSEASEQQDIHELNRILFDAVEHSIKLTAIEKIIVQLYRGVLIN
RIECTKCGKIKDREEFYQDIPIPIKGFKTLEDSLKAFVTPEVLDGDNKYSCDDCNEKVKANFGAKLGQLPPILVLPLRRF
DFDYQRGSRVKITSQFEFPMELDMTPYTSDYSLHEKNPDTVPKPDEQLYELFAVLIHSGGAYGGHYHAYIKDITKQGVIE
INQPTTESTTVTTTTPVNSETTTTTTSTTNATETSESAAPQQTTNSLETGAESQLPVEVKSNGQNHHAQKNNKSKKNKID
VPHVYSGWFDFNDSTVTPIPDSYIAKQFGNKTESAYMLIYRSKDLKTDKSSDIPLHLVDEMNRFNTSLEEQRMSYDLTMN
TMFVNPRFFNEFDIVDNALVEKNNLQPSELSLALDVGFSVQDLYSHIRKTYEDRIDHTSKLVIQEIIVKEGRVTLLPPLS
SVSSTNIKKTGLREGCSLLIWRGANAEGITTPPINFTVDYYPAVRVDVSDASSSVTGHKQQFNLSIERDATFAELLKLVA
QSCQLPVASLAVYRNSANQLLLLEDDMPNVPLIDRVYNGIGLLVEDNSLKFEESALRQEFEMNRFKIQLYVSDRIDNIDN
DNDSFTTNKPITIHCDPKSTIHQVKEIILDMTRPADKAYLLRSTVIRKTQRGGSPGSTISDDSLTLKEVDITDSSLILIE
KGTPTQQTITIRFIYLKDKSIRTLYFPKKDTIVNLKKTMLDRLDIDVEQLPNFVLKTTDSFDMPLNIISEEDMTLEESGL
RSEDLLVITEGIIPSKDEIILKFGLYQVENAYKQYPSPSSPVLHLNPQYSPLTCDLFTVKTVGDLSLNKKLTINELKAEL
LLWPKLTELYPQYDASQDDIRLWLEEKLLSGHGCGNKQLAKLHIQQEASITIEFFKKETLPVVESTNPPPILLYLHKRIP
ESQCFSHPPRQIYFTGKLISELLTQISSICEVEEEHLKIYKYVTHQHNNPWRIIEERAINNNNNNKQNNNNQLSINIHDD
STEQSPSTSAQQEDNNNNMILDGDYNSNSTVNINAENELPIDSVVDEPTNNIIKTNESVDDSSTSGNSSSTLSTGNIPPP
PPPRPEKKKKPNTSNPNELRGKPWMLKDGDMIAFLDQREDPEQNDRFALIMEKNNYKSNNYGANNSNSRKQNQTTKYRAP
ERELKIQLDEY                                                                     
>Ppal_EFA79248_1                                                                
MNWNTTRRNRYRILRNSRSKYFSILFLSTLQIENMKKRIIIKFYVQKKVEYGQYLKIAGSVPGLGYWNPEVGIEMKWTEG
DWWIGEYHCEGLPSSLPKNQFRLEPSFGLMRSNSNQDNGIAADSNDNDNDDSDNDSASSTPTSSSAASSSSSSFHLNSNQ
SLSPILKGVSPQYIDIEYKYILYGNYQTNWESDRNHKVSFMLWSDPNSHSSSSDDIFIEIRDEWNGGNGVCPTLDFQSNQ
PILPMLDQQLQLNNYQQQQLQSTLTFNSYSYSSSPGGSSTASSSRLNSNNQYMMCEREYCFLHPLDPHPLPIYPAQICTF
IVTDEGNTDCHSILLVSQFFGSDLQNSIQMIPIAQVGIPYTLWIGQLYAPQPIKFEYKYVIMSNNNSGIYWEKGTRIFSS
STQGPRLLINNDGPLRVSDASASWVRTGLVGLAESDNNCSLLSVVQLLYHISPLKQVLLKLRGRIGFPFTQCLANIFTTM
EMGSQTTELNPLQTMIGHCSDSAEILNIILCSLIEEISRISKITNYEQNICINQIFEGDLSQTSVILDKQGNIESVKTHN
EKFVNIILPVKGFISLEESLKVYQHNIEVFGNNTFETIITFENMPDIFIIQLDRTDYQPEHHRTVKVCDRFTFPKKFIPV
NQTKYRIKGILCHTGSTQESYDNGHFYLYIRRRKQWFKCDGSNISYTSQKEAYHDSFGGNTDKQAYLLIYEKADGHYHNS
HNNEETANSS                                                                      
>Ppal_EFA78499_1                                                                
MSKTIELNTLNKTDEIALLVQNNISFTSDSNGITITFLNSLSYAYIPKEGDENEWRQLFDLIEYLSGSTVETDRFLVHQA
HSDPIEDDIDHNNHLHNHQHKMSTSPSNLNSNSKKEFQLKLFSASNEPKDNKSFDFFGKPNNNRSATYRLNIKSKNNNNN
NNDNNNNNSSSINNNNSNSNSNNGNIKNGKTYSINRTTTTAATPTTTNSNFKQTTSSMSIVDPLQNGHSDADIIIDNDSI
SQESPPIPRSMKKGQTGSMFKVSNQIHTVRPNIKNGDDRSLATLPSSEPKMLNDCFNALRAMDKSSTQSVSPSKVKNSNS
NYSNNIKRITSNESHNELDEEIENSSPHETKNKKTILFPTYNSLSMTNNNNNNNNSNNDSYHSNGTFKKVNGNSNGNTNN
NNVNNNVNVKDDLLNQDSSTSESISAKRKLNIAPTTPSSLKPIAANEPKTKQQKIDLKPLPRPTTSTLSSTRGYSSYTLP



VSTFEKGFKNLGNTCYMNAVLQSFFGVPDIVNDLKGNEEKKRLWKVAEHDRLILLMVWIQSHSKLCWTMSIRTLKTTTTM
KQQTTTTSNLSNHHHHHLWTFQSCSNRSVQSPRILDRPFTRLSLELLDIYLKEETIERKCQKCSHDKSTITKYFSETPNV
LVLHLKRFRRSYYTSTITKDSSCVLPLKTIKVATIVNKPDTKTILDDSAPQRPPPPASPDKMNQPNINITTTTTTTTTTT
TNNSTNENSNSEPTNNKKITTTTTEQKYNVQSIIQHIGGDIDSGHYVSFVKKNNEYWKLYDDDKVKEILFTNVLDRILTN
GYLYFYTKEQQ                                                                     
>Ppal_EFA77674_1                                                                
MINDIRYFTDLIKSSVELRELLEALDYLIKNGSTKPVVGEPAPDLTPLEEFKSIEKLPELVEALWWKLTQSSELAVKVRT
FFQICIAISLKKIAKDDNPNEYLKVLMNIFSPKPFQRNNEYRYNQEYVELPNKFTKKNTIDEPDAEVEEFIKLVVNRILS
TPDEEFKNESKKDLDFCLKYLNSIVSNITENPFTMMIQLYSMDIALKCFKSVSLEKRNAGLNDIIRFTKFESYHAYTRQY
PYCSPERVVEWIRENKIVELLFGETMHIQLLQKCTDILKFLAEKKAFQRKYLDLMWSAAEGKHETIENNRFQFMGGNNNG
NNVGGNIGIDDSRETTAVRGLEIFWSLLQDNNINIDNQDDNNNNNDQQQQQDQPPPQQQQKKELLVNIDNDNNSNNNNNS
GGSSSPTTGEMVVSAISPELTHQALVHLQDALYFHQHQRHEYLNKCLENIENHRSVLFSLRLIQYIITIFTERQKKNQPM
NSHEGSAAIIDHINREMGLIDKFFAHLEYYKEQCKVAINNEGMMIVDELGDTILYGRHSHSEQMNEFLSFISFIWEKSDI
LPTNGNIDVLWHVYVVDSISTKDRDLFFRWIERSLCFQEQNHLYFLEKYNEIPFNNLELSGATLYINCMRAVNRDRGPKN
YIGVENLWRIVLEDENEEVGKEVISFIIDLYKFMTTQDKDKGDEFLTTCISNLSNIPTDTGVLNNTDRILVNRTLALIQT
YLEGFGSRIKDSFKKNFSPTITVHFNNQKSRLQMQIRSNETIGQIKARLGKQINIHPGALYLVHNTKVLQFDYETLEDYR
VANHDTILFNELAEPRIQDDVQPITINFDQSKFGLLFSLLSIEEIAPTVWEVLILLPVNRQIFDLLSNIPADQKNSPNWE
HLLDHSSVFKLLYSLLIIENFVQLEDNNYEWRNRFIATGGLTQLVKILMQVDLQHESKGAKRKRCLSLLLKIIVLLVVDF
SNTTTINLAFISTAKVSNFSAATFLNRLMDLAWNQTAPTVQGEDMMIQHLTDDGDVIQSIFLLIQSLVVQPAQMDQLFNR
KDFNKWLSLLILDSSDYTIRDSVFNRILSICQFSTKAHEFFLHQCLSLLSVIVGSDRYSFSCNQFFQLLGYLVRDSCNGV
AGGSVNNFGELLQQLVIMIKTHPVVESSNYYQPDYVLIGLFGLVRTLVTYSLDFKLEAGYKEDLITDLFHNCLFDIATAE
NHGPLCPPKCKNRESRDACFALLLELANNCEENYRMLVSLLLEQNKPEERRTLWNYLPAGNEKSTCGYVGLKNLGATCYI
NSLMQQLFMIPAFRYSIIQAQEANPTPDSLLYQLKIIFANLQESEKKSHDPKDFCMAYKYEGQPLNTYVQMDVDEFFNML
FDRLENQLKGTKEEKLLSEFFGGASVNQFISQECPHVSEREEPFYTISLEVKNKRDILDSLQLFVESETLDGDNKYFCSQ
CSQKVKCLMRRCVKKLPNTLIIHNKRFEFDLDLMRRTKLNDQLKFPMSLDMAPYTKECLERKEAIENAKAKGLPIPDIPT
HPASYYQYELSGILVHTGSAESGHYHSYIKERQPLIPGQPRRWIQFNDHSTEIFNPEDISKACFGGYDHISMDQGKTNVR
TTPRYNNAYMLFYERTNPEAVPKPEYQNIAQNEASKLVPSEIFNSVWRKNMKFLHDKNIFDPNYFHFIWQFLHLDPINSN
RMTDEDDHFDQVMMTIELGTRFVIETLSHSRERKTLGDFITYICSLFSTHIEACQWFLDSMTYDSTWIRQNMLVCLTNDP
RESLAKLLLQVIQTLIPIDRQYYFEIEKDPSVESPMEIIEIDDNDNGGGGGGDGQSSQQSTGKQKAITQMIDQENYTIIG
GRSKSFIVRFMDTYLDFIKEAPLFWRHFQQYFTLIRDFSVLGTEEKRYLLSRNVLSRLIDFYMGEESPLSKTHPPQKKTK
MGDKYNSPQHQSMLETVAILTLASHTRYSKLTGHVLPSHNEKEPLDMSEDDLYMITHPHFIMKTIRENINPRSSTEILQH
ICFGDIELSKIMIQHIQNIEGKAPLDALLPLITMEDHYYAERADLALRAYINLLDCNKQRAYIPHIKYIIDQATSSQVIG
DWFEKNLDEWLIKWTVVSESIEVRSDAFNLAISLFNLSGQAQLDHNKIHSLFLYLLSHAKEVKSIVKAEKDIRGGRVEFY
FRLLTLCIVSNEEKKAFAQYFAPLVKMLQILITSNVAIERSRQEIIRFFAAMLKDCPENIKLLLEDPIHNKIMDYFISIS
PKEEFRMFNQKSLPYFYQVILYMSQQSLEFLNFVATHNNYTWALSFLYLECIDYTDVANILFQLTELIAQKFPQHISRIL
HHCISFPNFHLCLANCVTILNLLVNKKKDAAMLFQNFQNNNNINERWVPIEILCKQLRTKSQNPAGVKLIEFISKVLALL
RKESSPNLNNGEIAGDQPQSPTQLNIWDSNYPPFKLVVSALFNAAESGTLYHNHISKVFNQISCEYPEGIILVLYDMFNK
RNGPNFDTESLNNNNNNNNNNNNNNNQQQQQNQLQQQLLTPESFYKLLLDTINLCSLNHPNPAVQQKGINLTFKIIKEML
TIGLESAYQVLSNMVSKNPIQIKDEEKVSIMTYAVKNPHTMLNQEFFLIIKKFFTDTERLMSMESNMIFAGLIRSLEDQI
STSIASINSLGFPLQSAPAEVEADIDQHLVQLTNSLKSIEVLGGSGLGSQHITPIYEILQAFSTEITDDNVSSKAKLFKS
NLESLKFNTSQKKDQ                                                                 
>Ppal_EFA77649_1                                                                
MTTNSNIITNNNNNSICPKCESDIDSSSNDSNSSNSKRKRNECKHFQEFKLSEDVDFVNTMNVIVRYLMVCKSGMIETSR
LPLPSCRECGSFNGRIHCCLQCVYAGCWKHQHIIKHFNEANHCLAIDSSLYQIYCHHCSDYIYDDQYTEILDSLIQSQTI
TIQELANPINNRAKYHSWKPTPEDTAIIQNNSNINNSTMLGLRGLNNLGNTCFMNVILQSFIHNPILRNYFLSDMHSNSK
CEKRREKEMNRSSGGNSSNDNSSDSESSSSVSTPTSTNGSGNGNCSNSGSSSSNNGNGSTICLGCEMDILFTQVFTGLKN
PYTPHHFLYSCWNYSNYLASYEQQDAHEFLISSLNGIHQHIGGTHGKDCNCIVHCTFGGLLRSEVKCTTCQFTSSTTDPF
TDISLDIPKSSHHHGSHHNEHDSNNNNNNNNSSNNHNSLEACLERFTQPEKLDEKYFCRQCNSKQESTKQLTFNTLPVVI
CFHLKRFEQSKTHRRTHKIDTFIEFPPVIDMSPYTSSTHKKNENQNNNQNEENQDSKLPNDESFIYELFAVVNHTGKMDG
GHYTCFVKHNDRWFKCDDSMITFSSIQKKQLEYRKSSATLTTVID                                   
>Ppal_EFA75503_1                                                                
MPISLVDSTVSTIANGLVGTVQKVLKRGAANTMSVNLNNGTNKFKRLSKPTLPVKQKIQSIKQQLANGNSSSSSSKQTTT
NDKDGEDNNVDHKDTVIDHDQDTPPKKSENLKRFESDMESSGKVLLHRVIKFRESAKPLEDPNTLLKRKYKPINKLVTTT
TTTTSTTLIKKQQQQQQKEEILDDNILHPPKKILFPADRIDAMMLWKTIRKVGSGLNNIGSLNPRESMTTVIGSIFGGYL
QSQVKCSVCSYESNTFDPFMDLSVDINQADSLSKALQRFVKAEQLDGSNKYKCCKCKKLVKASKRMTIHVAPPVLTVQLK
RFSFLGFHGGKISKPVQFDPVLNLTPYMTTSTNDVVYDLYGVLVHAGSSTNSGHYYCYTKSSSGVWHGLNDESVSQPVVA
SPNVQIESLALTSNSKKRKILDSDEQQQQQQTTQSQSTITEKKKKIDNESNQTTTTTTSSSSLMVRQWDDKSIDETKQKI
IEEQNNIASKTGQQLKQASRDKDSQFDFKIAKWDNVDDETLKAQKELMKDESLKELVHKKDEWDEEFDKGRTRKLKKKKN
INFAENQFNSLSSILQKKKEDQLKYGDQTQTQQSNGRKFGRTTTNTKNNNIRTTNNNRGNNNKPNNFKRKQQQPAGKGKF
NRK                                                                             
>Ehis_2_m00493                                                                  
MKRTTQSSSECQSKRTYCPYVETVDRSLIDFDKEKVCCKTLKTNQLYCCMICGKFYQGRDVGSPAYVHSLEENHHIFLSL



STKQFFNLPHGNEVIETSFKDIINALDPVYTLNDISHLDDENKVIQLKDHFNKKYIIGYIGFNNLGRTDSINCLLQSIGH
CKEIRNLLLSYEEIENISSKARCGELIKRVSMLIRKQWNSTIIKSVISPYELMSELSRLRKNFSIEKQEDVIEFYMFFIN
ALLPLTQCFQGQIQIEEDGKKSIKKCTCIPLDLPPMPLYPDQMKEKIIPQLLLKDILKKYDGKTDTLIGKRSVRFLIKTL
PKYLTFVIKRFERNTFQGEKNITVVEFEDTLDMSDYVVNDSIKQQTKFVFLLLFYKVLLCSLLSYHLVSAIKHDGGIEDG
TYSSFLYHQSLKKWFEINNEEVKEAFFPLIKVSAICLLIYEQDE                                    
>Ehis_4_m00601                                                                  
MDGQSFCEECLHIHQEVSGHQLYLVIHEIQEKEEDDFFKEKKKEYWIEKEEENKERINIESLEEGKIKDYIKYIIGSIGV
EKKVCESENNRTRIYTENIQQIARSKKLDLNNIQCEEEGCDVKDNLWLNLIDGSVYCGREQMMVKGHSHALKHYEKTKRP
LVVKIGTISSDGTADMYDYNTDEDVRDPLLKEHLGFYGIDISNSIKDGRDRIEEIGIEHKICYGPYKTGIRNSGNTCYAA
SGVQLIFGISEVRNKLKQEYQQLIRKNWKGIEYHMTTQMAKLAQGFVSGKCSEEEDNTGSQVGMSIIGLKQGLGHYYQMY
KTNEQQDSSEFVLHLIDRMEQEGFKEIQENLEVVIRNEIKGEGMSVNTTREKIIEMGLDVPYMVLIERKHIDLHMEDIIK
MYGSVTPIEGYQKNGRYINATKRIRIGKFPKYLLIKLERQIALSYEDVRKVDADVFGMERIDLSMLKSNNKEEEKEEKVE
INQEKLEVLSSMGFDEIQAKTALRITNNDIEEAIMKLTSGEIKEIEDTITDKYREGIVMMKDMGFDEESSRKALEKTKGD
IEQAIIFAATCNEEKENKMEEEKENKMEEEGNDDDRSGKYELIGFVSHIGANVNCGHYVCHMNKGMNGLCLMTIKFINHK
THHLLEDISISISQ                                                                  
>Ehis_5_m00427                                                                  
MSTQRHPPVNFNDRAKLFIGGLSSNRIDLQIQALRNIEIEFLEYEDDAAEKSLLYSFTKYEKKAPKSNYSHHVATKKELI
NFLEHTSKIIINLVVTCPHEELLRHSIPIIIRLYQNKLLPNNFLKKLYQNAERLSGTIVMRAQDLILRLFNKLSSEEKQY
FKLLAINGSEIGQIESLHFLCKLLAIHEIPTEVFQKLIKPICKNIQHLESDVFPLIQFPELSVLLRKSLLTEYITNFQDI
GVLSALKVIAETAPFESDVDDIKQLLDMSIFNETENLKDVLINLAQKNENLFPSCLLGMIRLEGFNETTKWLTEEMIISH
IEDLMKVLLTYNELPETSYSIVINAFIQYNILITKSIHTESNGNIIFDNYNNLVGKEILWDVFLKKKNQNIENLLMKVYQ
GKSKEYIIDALHAFMKNPQLIAAEIIEKSLKDLKQSLEENNKGMIKLKRIIKLKCNIPVGKIKVKNISYLYQSIDDIKQL
KSFSEEINNKIIQTKQKLEPEIEIEEKEYLFETPIEVIITDILANVYKQKGTSAEWIKRVIKNNKYLVTTQIDGKDVNIN
DIIGNLVKKDGSIFLYLQEGVKKLNGQKLTNEKSINTIIQCEPKTIKQLSFIIEENEIKNVIELIQKKEMYNIGIILLKE
INPFIKWRLSAIENCKEQTGYEFIGFERLMAQNEINEDEFKKLISMFCHSIEIRKGNEKYLAEVLLHFEQLIKKELWHIN
EEEIKKIQKRNITEGNERIITTICDIILLRNNQTIEWNKEVVIEPIKRVVKELMNEELFETLIPYLEEPSELVEECYEII
IQYIDKKYNTDDLFIQKMVGNVVNRGKGFKFSVRAMKLMKDKQKLLQPYLIALIDSLFPKGKLNEIKEDILHDYIEMICE
SCKSCNEEQKKEICHHFDMILSMLESSGNHMETRKGLWCGLTNQGCTCYMNSILQQLLHTKVFCNKLLEKRVILPKYIEN
NEENKGQIDINVINSEKVDNCKTKNNVDKVQLLKKENEAKYNITNNETITKEIIQGIEQSDNIISKTPEEIEQNINSQKE
NIQNKEQNEFITHNNNELKDYRMIEGLQKLFVEMKESKLQTVDTKEFCKEAHGSCYEEVNVYEQMDAQEFFNTIISTLEV
CKKEKNIIEARKVFTGETEISIKSQCGHIVKRNEEFCSCALEVEHYQTMGQSLKALCEGCILCDYRCEQCGLKSDSQRSE
RYKKLPETLVFHLKRFGYNEQFQIVKYNGKFEYPNEIDLKQYCCTEYKGITKYKLVGIVVHTGNAHGGHYFSNILLNDQW
ISFNDKLIENIGNGNWFGGEVSNAYMLFYHQINTLEENENETIMIDDLLLKRVEKINYSYILSKQASEPFVIDFIKGIIE
SCKYIGNTLSFLRRIILKKNPEQCLGVLKEISQIMDKEMAREVLQKMSTYYLKDYLMWGKSMIVSAIKQIQEPVFNELII
KEVENGNSYGIEVIEELYKLNQVRLSTCVRLSVHIIKNQKYNYVQGEIACSFILKGIQQKIYQFDDDVLLSFKSTNAPEN
LIQEIIKNYPTQKVNGCALKLIKSALGKREVTDEEMIKLRRLVCNESCATNIVKECLKHLGMAPEIYRYFKVILITMQII
LLSPLIYNELKKKIKEFNENLDFYSLKIVLIE                                                
>Ehis_12_m00273                                                                 
MNLFVVPSTYPEIHKTDCMYCPVSIGTQNNDKLYICLMDGQSFCEECLHIHQEVSGHQLYLVIHEIQEKEEDDFFKEKKK
EYWIEKEEENKERINIESLEEGKIKDYIKYIIGSIGVEKKVCESENNRTRIYTENIQQIARSKKLDLNNIQCEEEGCDVK
DNLWLNLIDGSVYCGREQMMVKGHSHALKHYEKTKRPLVVKIGTISSDGTADMYDYNTDEDVRDPLLKEHLGFYGIDISK
LSKTQLSLDEIAKEAALKMERDRIEEIGIEHKICYGPYKTGIRNSGNTCYAASGVQLIFGISKKNWKGIEYHMTTQMAKL
AQGFVSGKCSEEEDNTGSQVGMSIIGLKQGLDHYYQMYKTNEQQDSSEFVLHLIDRMEQEGFKEIQENLEVVIRNEIKGE
GMSVNTTREKIIEMGLDVPYMVLIERKHIDLHMEDIIKMYGSVTPIEGYQKNGRYINATKRIRIGKFPKYLLIKLERQIA
LSYEDVRKVDADVFGMERIDLSMLKSNNKEEEKEEKVEINQEKLEVLSSMGFDEIQAKTALRITNNDIEEAIMKLTSGEI
KEIEDTITDKYREGIVMMKDMGFDEESSRKALEKTKGDIEQAIIFAATCNEEKENKMEEEKENKMEEEGNDDDRSGKYEL
IGFVSHIGANVNCGHYVCHMKQGDEWIMFNDNKVYQSQNPPFTRGYLYLYKSIE                          
>Ehis_13_m00322                                                                 
MSDSIEKIKKEEESIDDFSHRIIDINRGLNSNRVDLQIKALIAINNEFEEYENSGMKRSFISLFRSTKPEKKGSNQNIKT
NHKVATKNELLSFLKFHSQDILNLIIKCPHEELLRHSIPVIEHINSNKLLSPHFIKSMSDNAERIGGTILLRAQDIVISV
FNSMSSIERNHIIHSTLENSKNGNLPALHMLCKLIQIQALPSQQIVTSFSLIVKHIQELNEDIIKICSINSYIIPLKRII
IGAFKDTTNDPRMGIVLTLLASTSPFGGDADEINKMIEEAFVKEVPNLGEPIKLIGKSDDSVFKICLMCIIDSDGFTGAM
KWIKGEWNNKRAEFALNILEERKELPSSASSFVKEVFIQYNVLVTRSIIYDFDQRIITSIRFEGVYGLNLLWKMLMITGE
WSIEQLLEVLYQKMQLRFVQDGIEAFKSSPTSQGANCIESVLKRYSSPKTIVKDEVKQTRSCNIRWITLKRTIREDKPCS
IPNIQMKMLASLKVMSSLTKVTKVLIESAQQDIERTFNFMDKSDKLNPRKYEHTTPISKIVLDSIKDLLNDPYAQDSMKQ
SINWITTKKYSVNVFINGTEVTIFKNIGSYLSEMGEMVIQISSGDSEIQYQEPIKKEPSFITNTTRTVVVKEEKNIERCS
EQSIKELIELLEDEKTRNNAMKVICGVNKYVKWEENAIELATEEGPKQLLGIARLESIEEGLKDEEYKKLLTLFTELVIK
QSGIKEILSSILIKNEIKVNTNVFIMNEETLNQLSKEIENDLDKSSMTLCLVLLLKNGRNIPWDKDVFTAPILRALKDGI
NKQIFDSVVPLLNEPPKLVEECNRIIIEYADENCENDHPFIQSLIQNLTKFGYGLNVAVRAFKTMKKKQVLLIPYFCDII
DKLFPMQGKNILKDDEINNLIILLCECVESMNDITCSQCFNHFNQILKEMNGCNEKATYRKGQFGGLVNQGTTCYMNSVL
QQIFHSSRCTANLLKKEVKIPTLIENIDNQTHKPKEEQEKKEITVDVNNQVNDTEKDINKEGQFITYNQNEFKDYRMIFG
LQKLFVDMLKGINSATQTKEFCKEAHGSCYEDIKTYEQMDAQEFFTTALSSMESCKHYESIVSGSKVFTGEMEISIESQC



GHEVKRIEQFYCSALEVEHYQTIEQSLQALCEGSILCDYRCEQCGKQNDAQRSERYKELPETLVFHLKRFVYNDQFEIVK
YNGKFEYPNELDMKKYCCDGYNGETMYKLVGIVIHNGDAHGGHYFSNRLINGKWVCFNDRSVSAAEGETWFGGKSSSAYI
LFYEQASMIEQTQKEMLEIVIDQPLKQYVERKNNIAYISQRATNPFLVDLICSFIKKYKHFGNIFDFISSVTAIVSPSSL
NKIFTTIDLILDVSVAQEFLEKITPLLKMFIVGASSVIIKSIKLVQCESFNEEILKLVKKGENGTMKVLKILCDLNQFQI
KDVIEVTKEFIKNYNYNRSEGYYAFSILLKGIELNLFTFEEDFIMKLIGSKAPDNSIESLIKACPFELINKVVVTICTDA
LKRGFINNEEILFIKRMIVSEVIAETIALESKSQILLCNSIESAIKTITVALKLTSCSPMIYNQLKQQITEINNNIIDFS
IKIDI                                                                           
>Ehis_16_m00297                                                                 
MNWFNTNPFTDFYVAITHLKRENKFPTNYMNSIHDGKTKKYFAVPITFVKNIHDAAVAYSSLNEQDKQEMEKLYKLPKID
TALGLSDENGYLKGEVKENIDYLLISKKNKKMIKTLYGFFDEDIKFPKLPKVYIYKTQEHIIKESIPIHLTVVFHFIGLD
HKENKSEYIGEIYKNITISKAIEKLQKDFQIDVNFTNYKVKVMKNEEEEVEDLENIISSILIDSNELNKVHVQIIEKQPT
IPNINYPYESNVSSKYSGYYGIRNEEEPNGIKGVCGLHNLGNTCYMNSAIQCLIHTTPLVQFFQKDDWKKDINLNNPLGT
SGKLVEQWSQLLRKYWSGYSTISPKEFKFAIGEFAPQFSGYQQHDSQELVAYLIDGIHEDLNRVLKKPYVETPDYNNEPD
DEWAVAEWNRYKQRNDSIITDLFAAQLKSKVICDVCHNTNMRFDPYVFLSLAIPNKQNSVSIYVCDKNYQNTKTIKINIK
GKNIEEIIEESTKDICLNTNPNNFVIVQFGYEKKVEKIITNGKLEKDMEYGIIEKQDNESDFIVYDCLIKYASYRQYRIP
IVFGKSINKEIVDEKIFELFKDTYKNNVNAWDSKTILSNKKIHEDEEDEEDNMNNNIKENQNNGTLIFNNKQLEKEQEEQ
LEKEQEIEEKKWYFEFNEEHENIIQCQSIDSGTFKYLYDRGLSYRYNQIDGDPVTLEECFEAFEVEELMDENNKVYCSKC
KEHQPSHKKVDLWSTNQILIIHLKRFGNSNGYSRDKITTFVDFPIESLDLTRFVKHYDPTTPPIYNLYGVTNHMGSLGGG
HYVASARVGNDWYDFNDSTTSKIEGTKENIVSKNAYVLYYIRKDIDQQTNINTEEFTKEEGNEVQEELTPENDNGLMKEI
>Ehis_16_m00339                                                                 
MGDVSQRYIDIIKTHIKKIERDDSINISEIIDLKMELENVNINVFDKQFANFYINESFPIIFAFIRNEEVILVEIFYNIF
IELCIRYYSIVSLESKKLFFSIINDFPSIKLKFKKKFHEVIGMYTRSDQLSLIQSCGIYDYEIIEPFLSPNNVIEFNEII
PFIEHGLSSDPINFFKKLLELTKNNTLRKVVINFIINKVTLTEEMKQMIRMYKPNSVECVQLLNLGGDQCATTINSLLTD
EAIEINYQTIGTLNVNRTSQLFILLYQRLVENSQKRKKTYSLLFILKSIVLSLEKECNFDGIDILIFLQLIQEVIYQECK
EVQMEVLRYCLQAIKLYININIEDCFEYINELWILLVDTIAISFKDLIISFFCNILNTPNEVLLEYEIVAFSDKITEENK
SIFDSTNGIDLIILLIEKIYKLEKKENYYNTIESLESLEWLNVLKKIMKNLQSPTAIVKSEKFFKEILFNAKREDAYKTL
MNWIKEDPQIYYLRILQLLLRNEENHHQSIGKQKLEYTVLYNGKEYNVIGERDSTIEEILSQINGITELNGIDTLLTQQK
ITKKSTLGELNIPLTEILHVVNVNIKEKLSNLKSKQVIDQKPIEQISQSDVNKLMEVCEVSNELATKALQMYHSLDKAMS
QLLENKKDIELELNKDLSKIKFKGIDLSFMKKKVEHNSLVDFVIQQEDIKELFSIYDNGNQSIKQIIWFILMRLPTIISI
KNEVKLLKEGKDIKKKGSELIYFLQTIEQEEEINNYCIEWIFKYLDEINSIEGIDLIGKIYGKYCQSNKESNNDYFEIIE
KCVICIEKNAGSQESLSILESIMKMINSIEGSEHFLDGERLYLVLKNIIQSNQSNIEMQCIIPKISKLVIESLIKNNTFD
TFLNKVISHLFTINQLKESTILSQWYLILCELSKILQQHKIHKNIVIQLIQNCKEIINFCNENFTHKEIRLPFCIKILEI
LIEYLTDNEIITISNTLIQKYIEDISIVSYPSRHAVIHFFNFMKVNKQNIFDTLIDIIYKKHPKKIVPLNELSSQDEHRH
GHVGFYNHGATCYINSALQQLYNMKIFRDNILEINCDELKINSNKLKKNSISNSQNITILTNKNKRNLDKYNVYVTNKME
EEEEDFIDYSKDLAIEVIRQLQILFTEMSIGSKKTYSTIQLIESIQNYKHRNDLITIQHDTNDFINLLFDCIEEALKGSQ
IFDCFTCKFDDVISSLDKNVPYRKTHESESRELFLPLRMSVELSLESFFREEVFNGENMIKTDDGKYIVAIKQNKLKNAP
QYLLLQLNRFSIASDHFSTIKNNEECSFNEIINLSQYGCNQEYQLIGVIVHIGSANAGHYFSFIKNEEGWLECNDSHVCS
VPFNRVKEAGIGGGNKSSGYIFVYSRINKEENENIVGIKLNPSIEEERIEMLSDIIYNDVELLKVSIGSEMNLFVCTFIL
NIINLSREDLFDLIDPLLIELKENGKNIYANDVMKQIDITKCIIKNQSERSRIRVVYLCKWFIKNGSNQNVILFVKQMSN
LISESTNNIYCLKQFFIILYYCFKSSKEVEEFMLKNNIIKELIKYIEGLTGNDIFNENYLPDLSSFMKLLTKTICKASLS
NDGEIQLTKEIKENLLEEPIFTRMSQQPIKYISKILQCICQNNYTISLKLANKIKNQINEMKYSGHQRISYDILNLLKTT
VLMDDLYNLLRSYFILNNIETVTISPFVPIETNEMKNGILTKIIEVNPINTSIISTVVDLSKNENADNVREVLFEMNHVL
EDMAIHLLKLLKEKYSSQIQQTQIQITSSENIFLQLLKALTMQKFYSFLYTSKEPICKDLIRLIELFKLRYNYLKKSSNE
DKILCELIQLKKSSIAPSD                                                             
>Ehis_16_m00343                                                                 
MLSWKPSYPPCPDLTSSIETIPTAKSFITQLDEHLMNNNGIVLFEKIVNFIFSQPTLGYMAIPHYIRFNEKTPIPLINFV
RYIIQYAPFDELPDCILPCIVSTALELIKRHEPKDTLDDQDNLLYELYKILIQAVVVDKKVISLINQTLHIIINQLISIH
PLQFRELRNTVYQLISYLPNKDELMNQITNQLITQYHQQFIEALFAKPDNLRKYCGMENCGATCYINSVIQQLHNNESFK
ESILQSNCSGSCFILKTLFERMEQSKNWIVTRDVIENILGPSNKIDVSVQDDAYLFLTNLLDILNEDNKALINSCVNEFK
VITKTTLKCTECQKVRERNEINTSISVDSVNNESLDQALSNLIKEEEMNDIDCLFCNKKTKQIKQISYELSESLIIGINR
NKTIEGGRIYKFNKRFDFPLKMKWNDKEMILNGIVLHSGTTEMGHYTSIIKDNNGKWWKCNDKVVVEYNEKRILEDGYGT
VSNSLSASILFYKTKEPNQIQNTNKEQVQNNNECNSMNIIVHDKQLYEWTEKQIIDSSSQWKSQECIDLLTLILYKGEYS
FFKDIHSLITTIENKSISIIQELVSKQNELPTIITDCIVGTTTLKHALICIELFDKSSENNTWIATKLVELIPKYTTSHQ
HNLLSKLFVKCEEWFGLGEATPYEMTILHLLVHSSSLSEESYQLLLILCNYFQQWLIQNDIPFIQDVLSLITTTSQLNDI
KKYKDSLKKLIKNTGTFLNLLPLLKSLIQRLITEKDTEKQTILKDLIVTTQCSIKSENSRTEVMDYYMTLLSKYSILQGC
FETFIN                                                                          
>Ehis_21_m00224                                                                 
MIIVYKRMSKYVGRLFSPRDDHVKKFFSNYPICGIRNLGNTCFISSVLQSLANTQQIRSYCFHHYNPIKGRAGDKSVYHG
SLLNAFINLTNAIWSGNYRFVTSLAIKDIVSETHPQYEGKDQNDAHEFLLIFLEMLENELNTKDINNFSSSISPLLLTPI
PCRGTIKTYSHENSPSKIYYSPFEVEMNETESDDSSSDSYFSKNLISDVFKGRIKRVTECSMCHYSSDIFEEFISLSVPV
PQWYSNEAHPISLESCIELFLHYENIDDWYCEKCNKKRKAKIYSTISDIPKVLIIQLVRIYSKKYPIQQVLFPLNDLVVQ
TSPNHFDFYDLYSFITHTGSLSKGHYISWNKVSNQWYCCNDENVSQGNPTTSSDTVYILFYKRKVS              



>Ehis_27_m00241                                                                 
MSQSVKPKSLNLKKAYPLFGIKNFRSTCFANSVFQVLCSLPPFVEYLKKVNPTDDMKYTKAIKDMFNLFLQCNKVGIQKE
IIHPPQSMKEIIMKLQTESGQHQMDATEFYTTLINCLHTECKNKISEGEEAQQDDDEGWEEVGKKFKKVQLRSEKTDGTS
VISDYFRGSMRSLTITIDEMKKKHNQAVLQEFYVLSLPIQSKQNCVSSVSQAINLAFSKRKIDNTHFQQLFIEEAPKVLV
LQLNRFIYDRVKLDVVKLVDHINYTESLQLKTNKGNVNYRLISIIEHRGNQIRRGHYVSYVRRGEKWYFCNDENIQLIDQ
KDIYDKMAYVLIYSSLN                                                               
>Ehis_45_m00149                                                                 
MSLDVEQQIQRQINEFLPKKLKFIKTETINPTAKKTISIDNRIDVDYDDAEELMKWKLKNGRNAGRGYFNAHSNCYMISV
LQVLTHTAPFYNYMTQQKIKVDDIFFKELERIMKEAFEKNNQPLKPIVFEKNLKKLSSSLQRYQQEDATEFYLLLLDHLH
EAIIGKGKNKISAISSIFHVELVSRITCYNCTRFNDHDEHFSVLPIEITKQKTLESGFDQFFKKEMISHYHCEKCNTKSN
VSKYYFFKRLPWILPIQLKRFTWDEKKINGKVAFPLQLNISKYGMDGLYDLYAIVVHLGKTKFSGHYISYCKTPSGGWFR
FDDEEVKPVSIKVVLQEEAYMLFYSKSEEKVSTTKEIKRGAIENNNLEKLNTIVMKENEQNDKPTEIKEETVFINNIFKS
SRIKSIHQLINQKYQPIKRKPEEPQNNDLSGGKITSEEMEQKFKEKQVENDPIPMITIRKKDEKQQKKLDITGKPIKERK
GIETFDLRKIPFGLNYSERVEGWDDETEEIRKNVLRNKVGAIDKEKETHISKLDQYDINLDKPKERKLRRNMKNAFKVED
KKFNPFQYQSDKKRHQKERERNEE                                                        
>Ehis_47_m00150                                                                 
MTRYIKRILSSCDEHSRSPHPIEGGTCGLYNLGNTCYLNSPLQCLAHCDIIQSFAYQFPTPFVKSLKPGDKTLYDNNTKI
ALAFFSVIKALWSNDYVVVTPKALKDLISDKYEQFRGHNQQDAQEFTLVLLEELNMDLLRNNTNEIMVGTPTRIKLEKTP
SEFADCIWNKYLQENNSIITHTFSGQQQQKITCCECGYSSESFDPFNCISLTIPSIGRQRGFVPLIIVCKQGKPILCKVL
VSVSVDINEIKNQIPKAIGNQEINICIDQLAFYVLQKNGKGKRRLINEGKLSLINYDKIVGYEIDSSKEIKVIIFIRVIK
NENVVVLHNIPFLICIKQNCTIKELKRKIEKRMEWMKMENNRICIVDEEGKQCKLCGERIGCTGCSLKEDMKLEELITKT
KELYVSYDCEENDIIDEQIICESYKITNNQRLQTTAVSIFACLTLFTHGDSFETIDWFCDSCKKNVKAEVDVTIWRPPQV
LIFQLKRFEFTEKYEQIKTYERVVFPPFKFDLKEYVSNTSFKEPILYDLFGIVNHQGKIDKGHYYADCKVGTDWYRFDDE
KVTKLEEVPTGSDDAYVLYYRLIE                                                        
>Ehis_64_m00154                                                                 
MSFLTLFNTSKIKGTNGLYNLGNTCYMNAVIQCIAHTKQFLEYSLQYQLKVYINENNTKCSLIENVTESLIKTIQTLYTR
KESIYPQYFFTTFGIYNQQFSDKKQKDAAEFLLLLLDVMDNDLRGTSIIQPPPIIHNEVYYKDYIEYIKNNKSIITQMTT
GIVVSNFCCEICGISSTHSEPFSLLQLPIIKNLSFFKKVNFKNYSELKELKYITIYDCLIGYLYSFQTCVNCNHTQIHNK
EFVVTPPILIIQILRFEQHSNNTQKDQTTILFPLNDFVIGVTKYQLYATIDHTGSINHGHFTANCKINNLWYHFDDETVK
PLNKIDIVSKKSYILFYERI                                                            
>Ehis_65_m00174                                                                 
MSKYVGRLFSPRDDHVKKFFSNYPICGIRNLGNTCFISSVLQSLANTQQIRSYCFHHYNPIKGRAGDKSVYHGSLLNAFI
NLTNAIWSGNYRFVTSLAIKDIVSETHPQYEGKDQNDAHEFLLIFLEMLENELNTKDINNFSSSISPLLLTPIPCRGTIK
TYSHENSPSKIYYSPFEVEMNETESDDSSSDSYFSKNLISDVFKGRIKRVTECSMCHYSSDIFEEFISLSVPVPQWYSNE
AHPISLESCIELFLHYENIDDWYCEKCNKKRKAKIYQLSVIFLKIYSKKYPIQQVLFPLNDLVVQTSPNHFDFYDLYSFI
THTGSLSKGHYISWNKVSNQWYCCNDENVSQG                                                
>Ehis_65_m00149                                                                 
MKLHGLINFGNICYLNSALQVLYSIGPLRNYLLNGEYKKDINKTNKMGHEGKYIDTMAEFFSTYSRGQPNTNNLLNLLSN
SFPFGEQHDSHEILIHLIDYMHEDVIHNGNSVIHDIFYGEIESTIMCSHCVYQSKTNSNFNCLELDIPKRTNCYSDIDSA
SLMNDVLVGIKGFANNKLIGSEIYIYLPRVTTASQLYKLIASILHLEPTDISKIFITRNHLRREIFKNEIIRLTDAQVEI
YSERKKLTMFSDKSMSVIDALKQYFKPEQMEEWKCEECHNVGGKKYLNFKTFPKYFIMSVKLFEMGYYGCVKKTDYLTFP
NRFESQNIVSSFPSYTYEIVSVINHIGCSFFGHYYSYVKCDDKWYCCNDETVSEVPQSDIHQKEAYVVIYKQIN      
>Ehis_78_m00162                                                                 
MNIITQPTKMEEVQGLSEEKALRIKKIESKQVSLQELYLWLMEPINVIVTNELEYFNTILNTFVEHPEGEVLKLVNHILN
ELYKKPATMSLTYEFMTITNTTTDLFIRFVGENKDELTHVLDTMSHATSKFLRESFIEALKTLFSNGATETTIFIEHYFI
NNFKNTLVQQIIPSLPNNSLTLGKEYSEIAKTLIINNLSNEFIPMSLIDFYGEHCESVDEEFISKINDALFSVPSPEHME
LPIVQSDSVRAALMKLLQRIFLKEYTAPELIKMCINHIKDIEMKRVNGATFKKQPFVGLENLGCTCYINSLTQQLYMNPY
FRNSIMNVKATDDTPYIKTYQKLFTELHETKVRYINTDEYVSSLKGEDGKELNPYVQMDTHEFLSSTLDTIEKELKSIEG
QENIIDKCFSGTLVNQIVSKECEHISEHEEKTICEQMNIVVFGEKNKTSLTESLQSLVNGDELTGENKYFCEKCKKKVDA
IRRTCIKTPPNTLILHLKRFEFDYETLQRIKINDRYEFPRELDLYPYCIEHINHPEKKDENGDYKFKLVGVLVHLGTLDS
GHYYSYIKDQETGDEWFSFNDDLIDKFDINTLEESCFGGGQYSKHYSAYILFYQKEKPTMDIPPVKYLDDVKNNVIKNNL
NLISNSVILSNTSMSDYLIQQMQYINGEELTEFKGTTVVPNKMEEESNKEQERVEKLKKMDGERKCIDENLIKDLAKTCI
HYQLTHETMLYGYSRTDLFQNELVTLLSKHQSIVDEMLTEEITGETDDDLLQKTKMYITGVNASLATINFFVRIFAIGNK
DLLTKYAILLVNFFSKSQRVGSSFRCLCHYIRLFCENPLCSDIFTKQIVSGVGYVMCYTTLRVHSTQVKKVPDYSNLYIL
FMKSLAQNSQTLNQIIQNQITSINFKKDTLNWIEKCKVSVDNLPLANALTELIIKTEPNVRESFINFVKDIQESKQPLEQ
VLSMAYSELTKYIKFNNEAEVQFFYKYLINEVHGYHFPSENICISNIIKNSILANLHVKSTVQQILIQFIQNNEKEVYRC
ILHYHELFQKSINELYLYILDDYYIQLWQSLIIPKLLLESNLFNFLYYHKKSCCSKLRYSIITLDTALNSTQYVEEELIK
NLIKLYQNIISLNNTLKPDYNLYSLSILTYHLAQRRPDLFSISILLKFSYPICIETQIENKEINKEINQNHTGIIKCIIT
YICEHKREDLINVIKNKSFDSIMNELLTNSTYDNENINYLIRMIFSNNEEEVLFDFIEHFTITSLIPIKERVELMINLIF
KDDESIIRFVNKHSVNKIISLCGQKVCMPQVLKILIPYLPTQIESFNICRDVLQKLTPNKENINLVKCLLNKINNVIERV
DGNTNSVMFNLNSVIGIINKFSKLEEIKEFEEEIFKLLTNFENKGGKLQQVLSLLLISTTFIKEDHLKLLHFLLVKKKLT
TKPENAEVIGKVICENQENVILRNEIIEYINSNNKSI                                           



>Ehis_109_m00111                                                                
MTEEKDFIVFDVEKENKKNQVVQCAFNGNESKLSSNGITGNVNIMLTNTDETDTDVEEMNYIVKKISEENYFYYMRSEYE
TFLLKFTTTNMKKLSDQFYKEFVNKNIKVFFNKIKKETMYTELILKFITFYLNLFFSRIELVDEEGWKLFGDIFNYEEFK
KSKTVYNIEKAKYIEEVPLVVEFIIEINKIDGFNKIYEMIRLYDLKLLNSMLTSVSYIFSNDNMYLIEDQRTEIAKGIFE
RMQELDCKTCSIQLIKSFISISEHFLCVEYIDYIICCVLVKSLNSFDQRMTFFTSATRLLKKLTCEWVKEDLNKHSLLEE
HKEDPFKTQNEIVELFIPCLSILNESIQKQILITALPIFDFLSKHGKKSEIFERYLMIIGSGHISIVEVIIPVFKSMIEE
ELNDETFSLVISTLRKVEDKTIGHFELFCDLVEKKVSLLNELFDLFINKSDIEISQMSTLFSKVIQVTEDNPLFNELINK
IKEFIDNSYKEEKSIIFCEAVFALLIEHSQSRIFIEKGINEIFMKVITDNIQLEFTNERKEIVGGALNVLLGMSLIDIEL
PLTLFSELWEVFMNQNTSQEFKSQLFLFFNNFFSKDSEAKELALCPLDEHLHNDDEIILFDSSEGVQLIKVIIEEVNKEA
LIKNGEGYKFNGNLNDIAHLVPLKRLLIITNNKVTEEKAMDLLVSIVKSVPVQVGWRVVIEWIKDINQLYSQSHDDKLKK
EQVINLKVLNALLIEWTSTSEGKAISHVRSLKGKPMIFNVIIKTGEKVIMKNQIKILSSLSIGEMKKRIEKEFKIDLDKS
TIEIDGVDDFDETTSISDLLLQNESEIVVKMAKEESDNSLFRSNEFPSSQYYKKEVSMEDVKTLVEMTGVSKQIAYCALK
KYLYYSNAVDLACSALFDDIDSITAAYTKDLENGEIYDIPDDDEVPKKEVDLSFIKLVSDSDEIITIVECLKKHFGEEVE
KIVWKIMMSLPSFSGIMKKVNSCFGMSELYGPKGVFNLLTEQSDYTLLYTLQLVDKILFPEKDNENSTTTDTIKSQTLLR
EIIVKSQPIFDQICLAFRSVLRRESNLIVDIVEMFSKIFSFFIHKLCKHQQLTFNVTENHELFDECFDIILKNPNNPHIS
GVFISISSSVCELRNKGSSINVVPDLHDFLIQYFNSQQKYDDEQVITISFITSLVNFYQSNSTLLYDQTQKLMKDLFNAL
ELYGTKRAIYFYTKTICLLIESINENIIDFQEVFDYVIQKICTVEPNEQFTDDSDYYITGLLKIAKLLLPKVEIIPEKID
LTISKVFNNCYGNPLKYKLKSVRNSSYDLINTVFTICPNLIKMFSTEVFDKCFQYKVIKKLDIVPKTSRTGYRGIRNIGS
TCYINSILQQLFMMKEFREKILRIVSTDTMKVTKQLQKLFISLKGGSQDCYSADSLIDEIQKHKKMYDLKVQQHDACDFL
IMLLDCLEDEMNKGSQQQIFPIFTLQTVIQTDSLDSTVKENRETKEEFRTLPLPIQGKRNVGQCLSNFFKPEFFKGDNRL
KTDDGRYFNAVKQYKIESLPHYLFLQLNRFDSFDVNVMKINDKCEVPLTLDLSKYMKNKNLNGEYHLNGVVIHTGNAGYG
HYFSYILNDGKWIEFNDSRVSYISCDMATRNMNGGYKDFGGYLLVYEKKGYQEEQNLDQVGEDILKELKAEEERISNDVM
YHDNQCLKLILKQSKLFDPTVMGKAIMYCFRYAFSLLDEGEQNNGLVDQIIEGMTNYNNPEIGKKILEDAIKNDFVSLYC
ITSLESIRTRASRLITTVIRWVAENDSVVLFSESEILYKFYQYLRSLLIFSRSYPKNLKQYFILFDALASIGPQACYSLS
KMGLIKSFWYYFLNKNEFTEKNISTIVLDVFPDLKYFVTTLQKVICSCYTDDHNKQITPFSNTQNSEYLDNSYSKYKNLI
FSSDLLLQLIAYNYDSGCILLKHISYNNFDESLNIINQFKEYIHLRKHENELSNFFNVFDELLMMNDDYSELRAFCLFSP
YTNKQRSSLCGNIPQTMTNGLLKKFNIYSPSSKLKLSFIIRMSKKLPYVKQMLLENTMVLEKMINYLNQIIRTNYHVYKE
NLSEQDFIGYGKYIIQTIPEETKKEIEFQELTYLLELVDERSSMSFDINALEQEIKETKEELKPLKEYQPTSSVPTKVVS
DSGYFESDINDDIGLSTTYSH                                                           
>Ehis_114_m00155                                                                
MSLTDTIDQRNKENEYFQTLSETERVWPMLNSLVNLIDTISLKVINKQVISSYPFIGKIEVVLFQKIFIYSQVNVYDSSL
FGLAELLLFFLHCKVDKEVVEVFQKRNKEIFEMMYGFNQNCVSIDEVRKVYVSILIMFPLWEWNKLLVHSIEIPSNIDSI
EFINQNVPFIGLENIGNTCYVNASLQLLYMCSSFRKNVLSSSTLLGSIFKKLNEQQSYLVLNKEIIENVCGHNIIIGEQN
DASLFINDVLDVYKTQTQQCPFLVKTTTKMKCLNCQKEREKTEDAYSLSVGTEKSITEKCDECHIKGPHQVKFFSKTTND
FLISINRVTSELKKNDDFIEIETEMFGFHFIGAVIHRGSYMYGHYTTVALGYDNNWYWFNDKVVNVISKDQVKKMCCGGI
VGDWNASILLYTKNTEMIPPSPQRSYCFNQMIKKYIIDSPLFEQILKRCLEGISFLSEEEQRSFINKYSTIIDKIPPSDS
SRIILSETVAMKSKLFDEEIQSLKLTRKYIMTGEGKESLFSLISIEEPKNLYIQQIIWLVVSTFPDKLPSVLPNLYQRVV
DVLSCIDGYKIELDLSKINDFISSSMPLQRHYSELAIFHDMISLMLYDLNNTQYSSPIIDITRKLIMTLFSCIDCYPLSI
KYHIMIMKRYFGTASDTIKYNYLAILIDSSGSWKKISCLVDGVLEVLCQTPLSSEYFNKLIKRYESNKKYIEDSLSLSFD
LFFATQQSFRDI                                                                    
>Ehis_120_m00113                                                                
MTEKETPPNNIIITKSDLIVTIDDEITESNFIESPQYQSIIQQAKSEGCILKIHSFLECEQFSSRIEKIINVNNQTILSK
SARKKIVQNKKKYEFLFIGGGFYIKCVCNESANIHQFGIKKIISFLDSRGKYSIERWLNWIIKNSMTSNDVFIKMLPLLI
FIPDYICNVNYSLNYPTLKIKDIPLNPFSPVSLLPVNLSLPLTPNSFFLPFYKNFEVNCHPLYSSPVSYKFSEDFIQKLN
EINHPYALQLLLHIKSTEPKTLLHPLLKCLIQYENQTLQNNTLSIEPNCLQSDELLENLTEQIYILPFNNLNISLPSNNI
NNLTFNESYQIYVLLLKQQPEHCLSIIRQLVNIIGNPFSSGIVQSLPDEFKPTISQVIIESIPSHPLMSNYFEESLQYLQ
TISKKTNLLPSLIYVLNSLNTLTKEELMKREELIVDFIEYCLNHITNLSEQLKLAFTEGCSNFIRVLYDFDDLTLPIAKE
TSLRYRIIDILTQIIQIYPNVITSLSITFKNCIEPLNYTPYNPLSYGIFSNSGSSTPSRSVSRSDLYSTISRSGSLNFNE
SYCESKSRNSKSKSESSKSLKRSGRKNNNIETVKIGNIIGIRNLGSTCYLNSILQQLYGDVYFRNSMLLIDSIKPEQPFL
SSLRDLFIKLMRSSIVIDPRTEVSEMRNKKYGIIKPGVQRDACEMLMEILDSVSDELKGNLGINALKKSYLIEALTEIRS
CDCSHNQQRVEEHVVLPLEIKGLKNLEESLEILTGTEYIGDKQYKCEECHKQINIKKQMFLHQLPNTLIFQLKRFDFNLQ
TFQQEKINSRFLFPDYINLRPFTFTKIKDEEYCLAGVIVHSGNCTGGHYTSYIKDGSKWFLCNDEQVIEVKREYAEMEWF
GTKNKSGYLLFYRRITPLEEIPSISIKTTTVPIEKEQKSSKKNKKGKSKKGYETKFEIIKDGEKKNGNSCLSSTLTSSIS
ESTQSSSIDLNEEINEFEQQESIYTEQYLFDENIFYSFLLELYQHIEICTKETVSFIIQIIMFSLNERRNEDFCEERKQL
LNYVLENPCQIVAESLIENEINNKVIMTKRYCFNPRSTSSKYTSYVIDCLKLCSIEINQRYLYQLFVFYSTLTLTKAHVH
GIKTLFGNGLRLLTDLSSLKCSIDNAVMKQLFLSIKQSDFILDCMNIDISVYYNFVYSLYLLFDSDVKNALFLVDLLVMF
KTKHHFDLQKSLDFSILSKFFIKLSNKLPNELFKSRIFIKVYSCLDSFYTIEDIVHTSPLYSLLINIVKTYSLTEIKFII
QCLCNEESECSIKNHVLFTLIYDYCFRHLQEVERAN                                            
>Ehis_163_m00100                                                                
MGNTTSLRIANEPQSMNYKQVLEKCLKNFPISSIDNVHLANTLFSRIPKPFTQRIFSIFPEKISFETVVALVYIFMVSPR
HTRACFVVDLYIGNKVQLTRDQVYRFFYDLTIETHSSIDITVLLEDFVSQNNHKDYTDTDLIDYLTFRINIDKVKSLPIF
KWIISGGTMPEKGYPLIEPERTVNDLLLMWDVTKPKISTLKHSKVTSKIISTYSTIDSLCNFKERSIKQLREIYYLLHPL



QYTSKGIPIQTIISIFALSLNRSILVPLTTLLKNEKYNEFFIAITFTTKVSKNEKFQFVREIINPPKEGTVNKQFITPIV
ESISLFYSVVYNSVGEFNLQDKIIEFIWEELKDLGEQFTYDTFENAFSSNSKLDTMVDQLTQATTVLHGVLPKKLETEAQ
VFNALMSMYELNKMKPGETVVLIPSTWFSKWTMMLNSSKREPLERINFNLLLDDKVAVTLKPNIMERDIIPLHPEVFLVI
DSWYKHEGNVIERRLYYNQEKKRIDIELFPLKLYSFIHIKGELEIPSNTSHIDTLLISRFASLRELHKSLCTKYKLPINK
TRVLLFGKSNIPLVVSIVDGIEIYQYFKEGSWVCLETLSVYSEIQNINDGITSVGIHGGEYGIFNEGNTSYISTVIQCLS
HTPLIRDFFLSQSFKEDTTNGPLKSLANAFSNLLYNLWKPSNKPVIVSIKEFREVFINCTQQFNDKDQHDVVEYLTYLLD
CLHESVNRNSGCGLPYLEIPNEDMKIIAQNAWKEFNTLNQSIVTDSFTAMIKNKIQCTSCNHIKYIMNPTNIISVPLPSE
KFKVIDFTVVPMDGQIPIKYSIKSTQERSLGDCLKELSLLCGLSLSHMLCADAPGSIILNILKDSTPIKKLMNGVKVFEV
EKFPSIFPERRCLNSVITKSVKRQSTTNKMARTPRQSMEVALRNSIKNTVIIPQTSLTPLRMKAEVSKKGVVMINCLHRI
VTENEIYFFNKYLTSVVSLPFILTYSYEELTVSNIVRGILRHVRVALRQLITQENKIFIDLPTTFNIEYLLSKGLDQLPF
DLRVTSYDGKNCFDCSWDKDCCGCILTDKILQQYDFNGFTFTVCIDWKGNSLIKYDQSIADLYLKDESVIALRQLQTESI
QLVDCFKLLNLHDEFSIDDGWVCPHCQAICPATNVISLYSMPIYLIVTLKRFIQNGDKWIKSNAEVIFPIEGLKARDIVD
SSIETTEEDVYDLYAVINHIGKLNESHYTAICKVDKDKWLKFDDKSVSQVTSDNICTNTAYILFYKKRNVNPEDIMNKYH
FTDQKELLTQSCVIM                                                                 
>Ehis_187_m00078                                                                
MSFIYRFFTRQNHKKTTKKLPNGVCGLYNLGNTCYMNCILQSIAHSKLFQNFCLTQDSLIRKDIAPGNETQYHNKISIAL
IALIQAMFCGDYAICTPRGIKEIMGEKNIMFKGNNQNDASEFFLFLLDELDKEMRGTQSGIPISLPKDDLPILPIKINDH
QVGIPEIAKTKIPTKPLVLEIPEKIAPNEKTEIHEGSPLIKRDEFVTIKLEEDNPLVRSVTIQETPDSEENNERNEINEQ
KHEMSKEMVLTLSKNSENFLKIKDNITNDGYLQKENRIKISMGCSAFEKYVRNNQSVISELFFGMLLKRTLCDCGNYSDN
HNPFATLPIDIPLPKEVDGYFPVVFIGKEGLPKLFYIWTEIRPNMKELKERIEAKVQKKINGIWCECGKIIPVDFENVPQ
ALDLRGARKLLAFEKIERPKLIYIQVNVRGELRRQLIPILVEKDKLKERLSVFGVEKPFNEEKVKKGWLLTFKGEEEDIE
KFGRMEREEGPSQNILNPNGISLEWCLNDFFKENILGKGNEWKCSQCGKKVNARQKCIIEYPPNVLVIQLKRFRYTEHLS
VVKDNSLVYFPLEIDLHQFGMVGKYRLNSVVNHRGTLNGGHYYSYCRCGSDWFVFNDDTVTRLNTNHVVTNNAFMLFYER
ID                                                                              
>Ehis_223_m00073                                                                
MELSERVPPIGLVNNSYNGCYVNSCIQLLFSMKSFVSYLSFNPPNNEIIQRIRLLFVDLINTTLQSINTFYFLDCYNPQY
GDPNEFLVQILEQCEQCNYYEMSLQCDINCECGKTDTVISKEPVLLIRNNGIQLDLSTQLYSSLFREFHCSCGRTVNVKL
KSLNSPQYLIISVENIKIVNNKIEKQTKSISQNREIIYNKTQYSLKSMITHINGYDNGHCRSYVKIQNKWYCCDDTNVYL
WNEQLEEDVSEVVTTFLFEKKEEEPQSKLIISQQSIFDYYLFLKEKQNN                               
>Ehis_277_m00056                                                                
MDKSNFKEESKEKDNKNIVERIEESIKKRNREESKEIKREIKEKEIKQEELEEIENIIERNTINEGNKEIYEELIKIPKI
QKYIIKNIIKEIEINYELYDQFNITLTEESIKEICNDIIKEKGNENKIIQLLKLLSKWEFESLNEEEKNCIKNCIIQSNN
KLIIQIGCSILRKDQNNINYFVDLMNIGNDFVAETAADNLFAECLDDNVLNTLRRSILNNMPPVCERVQDIIISVLQANN
PKMKDIEKIKIALELSRYNHLHDLRKYIIHIVLEEKTPLNEIIQCCFEVLSKKLNYQIDLVESIRFILERLIPFNQQLNP
RRMQLKYNNNFIIVYCRQTAEELIKQLNKNGVVVAFGDVIPKNTALEDVGLKEGDEIMIDENVEYETTITNTIKFIDITK
IENDVTQLINGNINGKLQILEVLPFIKQKFEPNYIPYKYYNYYKQQNDIELLHEELLLFDINDINNKDTLEVYCKLLTLL
SNDICKTIIETKCEEIINENGMKFIQQLFITPELHYIIPNELWKWVNKIVNKLQGNEKHSFCFNAVKLYKDNHEFINEVI
KMKDIVLVSMLLNQNPTPYIIEQCKNVFNLFKDNTQRQKELKQFNELDYYYSIIQYYSPNPNEVIEYINQTISTRRRWIL
LTSLKTIHNINEIVKINNTISYEGINEFDFSGFYNPSKLCYMTSVLVQLLSIEEFQTILRQTSCKSRVILLLISALKYFT
KNGEEFKIENLLLELQKYTKMELNEFNDVSEFMMLLWDVLEKELPEEEFKQLEKHFIFQTKNKTSEGIQEDKHLFLIIPF
GVKSIEEYIIERNDELQTIEEYPDYLQIQFQRSLYNSNKTQWKNNDEISFGYSIKLPLNNGEKENYILKGIIVHFGTVNI
GHYISYILNPENNIDWIYFNDDKVEKISWYNFNIQQKCFGKKDKNEYISTAYILIYQKQSKLNKNINQIFHFVEETHPFD
IPLPNVMVDKFFSFSLQSNLKLQDIRILHYLKNYMFDITNYQIVTKMIKLLTSESDIVRKTVLQMFLNYHKSVKHIDFRF
IDVIVHYVSSFYSMFYPSPSIHLKEFITYLNVFCEGDDVEINSFRRIIIIYATKSLSLLNLMSRSTIEEGLEKLFYHLVS
ISHPTIQDIDKDNQIMRWVLTTDGGSKIIKELYNGMFLKLVFIIKKCFACDEEEMYLDLFKMILTSNDKKAIFSLLSIYS
EFNRSSINKPLPEAYCYGLLTLIEPTRHGMNVIQLILSIKNPLITECLDKMYGSYDLFKTTIRKYAHSLDSSLDTFEDSK
LKMYELGYSDVYDECAKH                                                              
>Acas_g755                                                                      
MDSSSLRLSGRGGGQHHLHNRSGGGGPNGGATTRASHSPLWIPPPVPGGPPVLVDTVSVGGHAAYGGGHGGMSYAGGPAG
AYAHAAAAAAAAAAAAAGLDRPSWFEMRAVTESHVNHIVPVTAVLADPAEELIWSGLDNGRLISYMSPGMDHYSSFQAHK
SAVRQLHADQAGILSISSDTIRHHTRGGLLNFSYRHATQLLFGQELRGMRCGVYSNAMKSEMLLGGDLAALQLFDLSRSQ
VVKEIDIGTAVTCMQRSRLICCGGSNGQVSMLDPRTYRVENTVDCHSAGIMDLDIKADLLVTCGLSKTHSRMGQTYGPML
DPMVKVYDVRTMRPLAPIAFPPGAFLLKFHPKFSSSLFIVSQNGQIQICEAQGDPTSLQMYQADCGGDLVTSFDIASTGE
CLIFADSGGYVHQWADREEVQINQFSLPTPLPDKPYRPAPKAYDDSGSLAMYILPQTEEPLLSSWPLAMTCAVPRKPAPI
PPQIINNLKPMGKWLAAPNVGLKRNALVTAVEPPRHKRTLRIDSNKPPIIPPKHYRQMAIKYSKMGVQDFNFGYYNRTKF
GGLENLHSNAYMNSCLQAFYFIPQLRAHMLNHLCDDEFCLCCELGFLFHMLDISNGVSCDASNFLRSFRHIPQATSLLEP
AEPDAERITYGKLGQQFHLVMVNQLNKESMKKGGDGRPSPRTAGTPPTSGGASPTPAAQPSSAGGSPQSPRSVGRSSGGA
PLGGSGGKGAAVLGAIGQERRNSKPQQSFTNPGLLDQLFGSTFLLRTRCSMCNYSVVRDVRTYSVELALPPKQGQACDSF
GDTLRHSLSHEFTANGWCEKCGRTRRLIQRSQIKHPPNIFCLAFSLKDEHVQEWQTRHEGGGGPDKWIPPRFKLKKEIMG
DSVIVEECDSDDQSESVGADVYELTSVVWHVYNPMEREPAKRGHLVVHTKVPRSYHDKENVIPTAAVMQPEIDEASFAEE
AEVPNSDWYLFNDFHVTATLPEEAFTFNPQWKVPCLLYYARVDLNDRVPVNKVVSPITEDVLFADNPMERRALSKLPRTF
APLTREDLPKAGDILALDAEFVSLQTSK                                                    



>Acas_g769                                                                      
MDNGGDLWEELPDELVLEVRKWLRTSVRDLVAWASTCSRFLHLTNEPALWAGLFSLAMAKARSWLPPDCLKVLEEEENDQ
ASSGGNMGAVSVFGQVAISTESSLEALPLAVRSFVTWKECYRWHCRELLDASNPERLAGLQRGHLPSLFSLFALCQQAVR
VVKTERNVLHIKGPIVVVGNIMAQYVDLLQILVSNGEPPETRYLFLGDYVNRGEHSILTLSLLLALKVRYPAHVHLLRGN
HESKGMAYQYSLHEECPGTFSQNDETEGIMVDLVWSHPNPDEGWGINPAGAGYEWGPDITATWCAQNRLEKIVRAQFTME
GYEWHHDKTVLTLCSSPNYVRRCGNKGAVLLISDSGELTVQGSPPRPSPPPAPGEVGKGLENKEGQNNCFLNVAIQSLWH
LLPFTSRFANCEHHQHREHCVFCALKVILTNFEFSEEAVLPPQVLRITLDSLYRAEGKFKLGEIEDAAETLEAILENLHE
CIAADQQAPPGHLEQTNKDADVDKGCQPPCVAHQAFGIDVLEQISCPRCQEDSEPLVSSSWLYYVYSSSIRKLRESHSSM
SFGEILHTIADQDRRTCPNEEACPVKRDAPSPAVIVDVLSSISTTLVLDRVFNGGASPRRYRLKGMICYYGKHYDAYFYN
PQRGRWVVFDDATVKEVGPSFDDVINKCRLGHFQPSILFYEGAAIEEKKKPAAESAPKPAMTLDQPLVDLNFDEPNKEGG
NTAPVQRKAADNNHARPIPITNSKPDPDPEYKQTKRYLKDCLVDVITLIEMVSSPPLQVDLEILLVTATSLLGNINEIVD
AFERRRASQEQKHGSDWAYSLTEVDDAAVSARRRLGELTHHTTDLKLQRGRLIDRMKHYEAAVKSAQKHRVGMQAAQMME
ADLVLSVLSGLKNTLEAITLLHHADRQRAKATKPSPSPPSLPPRPTDAVIDGGRSPPHGTLGAYAGPSPTLHFAQPTSSS
LAAASFTPPVYFIPPSPAPLLASPSAVSPPHHGPYYGGTPLAPSASPPEVVLLPSQIARGRTARAVRPVYTTTPPTRPLG
GPRYQWNSYTRDWSPIEDLSDFLRFDSP                                                    
>Acas_g1079                                                                     
MFGDMFEDEEDYSLSAFSTSGGRGAGGRRTLSRPAEPRPSDGFVGLLNQGATCYLNSLIQALYMTPELRAGLFDLSLDDL
QVVTTAPSPPVAATAPESDDAAATTEQDPDKREEPAPSGEDHQAKTEHATAPAVEPATTATQLTTEKVVEVVKEKESWEG
AAAGGAAGEVAGDDDPRAFLASMGFEEAQVRRALARFSNDTARAVEWLLSGGGGAAAAEDDGEGDNDDGFGGLAGMASTL
QERDTEDAETDISGFGEQDPFGEGELFEGAADAFGSAEDDEEEEEEDSEERRAREAEEQAARDKAEREEKEWKEREQARK
EKQQQEWSCHLCTFLNHPAKMFCGVCETRRQQPDAAAAAKATAGGHTVDGQTEQAAAAANGSGGDAAEEIVKNQQGEQVI
VKKRKIPMELQRLFARMQAADVDAVSTESLTESFGWQGREMFEQQDVHELNRVLFDAIERSLKNTPACNLISDLYKGVTV
NQIVCTNCKNVSEREEPFQDVTLTVAGLGSVTASLAAATEYEMLTGDNRYNCENCGQRVDALKGAVFRSLPPILILSLSR
FTYDVERDGRVKVGDKFAFPLLLDLHPFTEQARAEGKPLGDYHIPAPGAATTQEPASAVVAEAEAVKEAEAAVKEAADVE
AGDDENKKTKGKRGKKNKGKGKSKAEEEAKAKEEEKEVAYELEQGPVDVTSPHLYELFSVIIHCGSSAGFGHYHAYIRDV
LHAGHEDQSTTTSTTAEKAKEEEKVEETASAPAGNDDHPLAEKNESGGGGEGATRARWEEMAAEAGRGWYDFNDSTVKPI
PVQRLATQYAGRSECAYMLIYRHVPPASGAAETCEGEATRGRGRRVTAPPPVPEHLLAELATYNADLQRERGEYERDRGL
IDVMTYHPRHFRLLGGQIHKRIANTTHQVAPGAARGAAAAAAADKTEGASGEERDKKLLTLHKDTTVAQLVKDIKEALGG
ETEAETDGEAEAARLRLDQVELRGTQLTFSGLSLLLSERIKEGSSLSFLLWDGETINGERYDPEAHQINIRVTHYASRVE
GQLPAADVDPVVNELVVRLGDMETVSDLKTRIATLTGIPVDKQYLCRIEYQKFTHLAENNIPLIQLGIYNESKVTVELQP
VGSERSWAWEMFLRRQKLMEIFVTDKCSGEEPFPTITVEMDKKATLAELKAAVLSKFPSGLMDLNLETQLRRSLPGGGEG
TVYADETRTLDETGVKDGDRIIIEHGDASQHVPIVGLRFVVSLSGTKERAVPEPLDIDVPRNATIAKCKEMMCAMFDKPA
DKSRLRRTDIWGGPDRLFDDERRTLDEAKVLPGDLLWLEDGKPPVRGQIEVFFQLYFRREAGGATTGTTNVSASQRSDEP
NKQEQPQPQPQPGDTQKSPVSEPMKNESESEKSGDDAKAKNDREKERLQALRSLVSPAVHLSRSFPPSVREAPDAPFAVS
SLFKLDVSRATTVRALKEQLKATAALDHVPSADHIRLWHQERLLKHDRWPLKKHHVANYSTITVEILDSPETSADWREEC
GVEAAPTANANAGDQLMDDEYEYYGDGDDDVANNNALLLYVHRRDPVRRTIGFVSTLWFGGETVAQLRSEVAQATGIDRA
HLQLVKYLQYNGKWRVLDDEVADDTADSVAGAGDNIVDNSKQPATATASDDDEEEDEEEQEDEGTEMVEMTASAATVDGE
PEPNSAMMTAEEVAEELKVAAVVAKEEERRERAEADTEAEVLDHRSPYHHEPQQQRGNVSRRKIEGKPYYLKDGDVVVAK
DRREEPEGHPDDFHESLCLMPERDFGGGKKKKKRRERGRKDGNWTNQPRGGTTRRAVERGIRIDVDEF            
>Acas_g1550                                                                     
MKGGLRSGAIASRNYSGVRGIKNLGNTCFLNVVLQSLMGLRSFHSYMGLHNGAATASKDSRTPLADALRDSMRELAAPAQ
SGPYDPTPMVIGVPVLQNTFAQGQHDPEELLHHLMTILDEEKGLPAKEAGKAKEETRAASYTASNNSTATTQSQLEKEWD
ADERNSNPFAGRLVSKISCKRCKIERAQTHNFIDLSLAIPRGTERHGLGPTLENCLDLFTKPEELIGVRCDRCIALLREE
RRHVKNRLKSQEPAVAQKEPRDPRELLGPLFRMPSDAINFTTLPSSILSISATDRWSSVLRAEKRLSIAKSPHALCLHIQ
RLVAQPGFRDTTFVKRGDKVGFGFNLDLSPYCEPGCGISYTLAAVIVHHGSEDGGHFTVYRKVIESKLRQRAGWASTGGT
ESDWVLISDEVCQSVTKDQVLKAPAYMLFYEKDTQPSTATTPSS                                    
>Acas_g2111                                                                     
MAELAPHEEKKQIKDLVNNTKLKEGQEWFVVDFKWWQLWKAYVGYEDTTGSNGGDGPRPGPITNTDLLDAAEVAGTESNR
LRPGLVEEYDYVVIPKEAWIKLESWYGGGPKVMRRVVTVGMAQKCRVDLYPIELAWGKSGSGGIFSPGGRVLVSRQATFK
ELKRKIAGIAASPPHKTRLWIKDDDGDWECLDSPLLEAKGMDEMGFEDGHVVMLELMTGDEWPRDNSTSVEMTELRNKGA
NRVADMESDYTGTCSQPSAIAMSSYSYRDRYSNTEGKVNPGLAGLNNLGNTCFMNSALQCLSNTVQLTNYFLSNEYLGDV
NATNPLGMKGLLAKHYGMMLKQVWSGKYKVVSPTRFKQVVGKFAPQFSGFSQQDSQELVAFLLDGLHEDLNKVLQKPYVE
AVEAKGRPDEVVAEEAWEGHLKRNKSVIVDLFQGQFKSTVNCDVCDKMSVTFDPFMYLSVPLPVTNDRVMLITTVYLTKP
PLIHAIKVPKLGDVSDIQKQLSKISGLTPEQVAAALNCVLMSEGLHLQVPGQQVAANANAGQDKGKDKQVEVAKPPLEYI
PVINRERKLTGTLSKTLTWNAIGFPFVLSFNPATTTHRQLYEMVMNLVKKVFNKEDVVEEEVKMEETTPQPEAEKMDEEG
KAPAAANDANANAPQKEEEGKGRGGFPFALSFGSGYSGTSNHQVPVDDQLLGALPKISGVVKPSLICDWSAEGLKKYYDE
KVVGKHSSVAEISADQQKSIPLESCINLFTQQEKLSATDTWYCSKCQEHREALKKFDVWKLPQILVVHLKRFQFSRTWRE
KIETLVEFPVEGLDLTHYVKGPDSDKPQIYDLYGVSNHSGGMGFGHYTAYAKNHRENKWFKFNDSFVSDASEKDVVSKEA
YMLFYERRADTTIKPVDFEYDDAEITETIAQIKKDKSLDDIDEDDGYTSSKNKAGYYTSTSSSAGHSGVAGKELVLVGSH
SDAMAVDQRPGPAAPDYYDDDDEAEEGQGLLRNLRRAGAPPVAGVSPGFVDPNSIPSVLNPNPGVIPSANANPNVHPNQP
PL                                                                              
>Acas_g2529                                                                     



MMRGVNLFGRTKKSSKGAATTTPGRVTAATTPEQRGGQTAVSHGHGRSSSTQQPQAPPGYAPPQRPPKRVESPPALPLPL
TPEPRLLRLFPEYEAYDDAVDRQYHHHHQQQQHNRREEHPQHQHQQKKQPGGHHQSQSASAAPLLPIKQEVKLPDGEKGL
ENNQGQYNCFINVVIQALWHLTGAGGEGTTTAVRVPTRACDCALQAIFVEYQFSEQAIIPPTALRQSLAVLYKDESRFQM
NQIDDAAEALEAILDRLHHTERAQKDKNADPAALEKKACPCLVHNAFGVRTMDLLRCDTCSATTEPKATSLFVAYAYTYA
LREARAKAGNETGKGSSSSSYSFCQFFQRAAQEDRRWCPNAARCNKMCVVEHHLLYLPKVFSVGLVWPSVEGAPVDEIAE
VMDMITMQIDLSNIFITNTAIGRYLQQEKKSHLHATETSGSMHDSLLGSGVFDSIALDTVPGGDGEKSTRATANANVSGK
KQRGKRVKCIYELRGMICYYGQHYNCYFNSPATGQWYVFDDVMVNAVGSTWAAVKERCLRGHLQPSVLFYEKKEVLEVEV
EEEEEEEEEEEETEEMPADDHQLPVPTMAASLPREAQLVEAKAASAAATDDDGDGEEEAIARAAREVEEGGMEALKRTIG
AEILELLLQGEEQWKKERERERELDRPRSEEVEEDSEWEIIDNDDADDAHHLHRDDHDDFTSIIAPGRRNRSRTRTDGEE
EEDQDDDDDVEIIFENERERPERDEAYDVEKKAKSARAVNENEEEEEEEEDDDDVEIVDETEGGRRERTGSAFAVLSTSG
SASDLDISFTLLDAHRPHGDGDVGETQGGSAPLEVTVTRTNWLYRRESRLYRFAAEELLRLEPDTQARKEAFRYDEMAQI
LLYGSFNMVIRFVEASDRQVHYIDGEGVERIAHLLCLHNPDIALTRQ                                 
>Acas_g2837                                                                     
MSEDGEAKWPCPQCTFLNPDYSPTCEICDITRTDADLTIQVYANDPPSHDAGPALGQQVAPDQTQLHNEIAADVDFSSVQ
KDDTTLFAPETIRAATRSYSDITPPLGPFGDDDDGALLYEEEPAQMGATSADAATLTPEEELELQRYCDSIEFPSPPQDE
AQGLENLAEHLRSAYAGKSYLEVLREYPEGARKLYHRYFAVVCPLKNLSFGSAIEAWDALSFDTVFKSYAEWKEFLLHKQ
KLKGSISKASLSLSCQSAFTIDTSAFDYRWNTTNGDSSSRTGDSPSAFLSSSVGGASSSSVSSMFSTSYSWTSDYRGLYN
QGATCYMNSLLQTLFMTPEFRRSLYLWKGGKGLTQEEEDDSIPLQLQRLFARLQFGEGSAVSTQALTKSFGWDSGQSFVQ
QDAQELCRVLFDVIEEHFAGTSEEHVIQELYQGRVKDYVQCTVCGYESSRPDKFLDISLDIHQVSNLTEALDKFVTPEIL
SGSSRWRCSKCDALVDARKGLKIVELPYILMVQLKRFDYDYDRDHRIKLNHLVEFPYHLSLDKYVDDSFEPEAITHPDTP
ARGKGSGRGSEGASLMGGKTIREQRQVLQDSVARLQESLLDPPSELLADHYRSEIERHQATLKLLDEQESKEREEAANQA
LAAAEEEIAKGKEAAKDHDDDGTSKATTNKKRKGDTKSETMVSGADETKGHSSGLDTMESSTTAPDHSYKLYSVLVHSGS
ATGGHYYAYIKSFEKNKWYEFNDSYVTEVSEDKVKQAYAVRLWAPSWGCSAYMLCYRRVDADRNISSVLAEEVDEELRNI
KDVESAATPWTFNFAEKDKRKWRRDSSDDEADNERGAPPSSSSARNTSDDMEVGDEDWDTGSLDGEYDFSAATTTTSSGG
GTTATEVIVATKEVLSEEEDLELLVVYKHSTGGGGGGGGDPQAEAMLEEKRVRVSSNATLNHLLKKLKVAFDLPKIDESA
LELSDYDPVTQQVGHPYRSWVTLSNRLRDEFIDSESAFLLEKDLCESRDSTLLSTLYLFDKDKIYVEYCEDLSAPSPALT
KLRGSFSFSSFSANTPLTTPSTWITSSDSSSSSSSSSSSAVGRKLVEAQGEGHPDPTPRRPTTDPVLGRGKPTRPDRPTA
ATALSQQHP                                                                       
>Acas_g2873                                                                     
MLQWSKPSTIGAGLHNVGNTCFLNSTLQCLTYCPPLANYFQSRQHSKACRKVGFCAMCVMERHVVAALKATSGAIVPKEI
VSQLRAIVKHFRLGRQEDAQEFLCYLLSGMHKSSLPQGEKLEARIEQTSVVHRIFGGHLQSSVVCAACSYASNTFDPFLD
LSLEIKHCSSINDALIHFTKPEVLDSSNMYKCEKCAKRSRAKKQLSIHEAPNVLAIQLKRFSYRSMFGGKISKFISYPAK
LSLKPFMSKNQYDSNPCYDLYGVLVHSGYDTRAGHYYCYIKNSNGIWHEMNDSTRRQVSQEQVMKQQAYLLFYVRSPASL
PAQLNGNESSESDQEAKSKKRKRPVANKHDSEEEEDDGEGKKQSVRSPVSPKQAAKKGKLAQNGEDLGEAVTRKDLLNNK
KTTSTTPPQTKKRRLSSEAASTGAGSTPNGKESASPLQPTKGLDGFTAFNQMKAANGEKQQTTASPSPKKQPAANGKANG
DHQPQKAKASAAPPQGKAKEARKEGDAMEQEQEHDEDGFDYARMSIDDLFAQFDDEGKEKSVADKKGKSEKQAKSPAASP
AAKTKPAPAKETKSPVASPAKTKLAPTKEKLAPVVPAKPETAVEAKVVEAPKPVEIQPIVESNGAVATATTPDGAGKKKR
RRRRNKNAANGGEANGVAVSPAKENGHAQPAAVVNGNAIAHTPEKAKPSQNGSSDSNGTPLKNVPEVKNVEPAMGQKRKR
EEEQKEVVVEETKKHKPDDATPAPLLPLPLLLPLPLPTPALAPTPAPANKDNNANGKEKKEKVVVGSGKNDKVLSFDDLV
FRRGGKGKDLVDSSPLGKGKKASDGAKEWEQYLKLNTKDNQLETKNVTHWDGVKGIESKVAKQKHLLQTAPELQIEKRQR
DEWDEEYDKGRTKKIKQKPIAAPSGSANPFQSLQNEQRERKRHLSCNLQEAEKHGGGDEGGGRGGFRGGRGRGRGGRGPM
GGRRGGGGRGGRGGRGGHSQGPLVRGSFIEGEGVAHCRRDISSSRGKLGGSICGIDLVALRPSLLDDLGRVGVVSHQACA
TLDGRPATDVVFAGCREAKGSRVTAVFGPQHGYRQCEQDNMVETPDERYTFRSSGQTAVGDTTPDVSVPLYSLYSERREP
SPEQMEQVDTLVVDLPDIGCRIYTFMLTLAACLRAANRSGKRVVVLDRPNPLGLSWQGKADSKWRRVEGNILDTKWHSFV
GWYPIPLRHGLTLGELGNLFVRMDDLKQVVYSVVKVEGLRRKDSMRTMLRAGYASSFPFASPNMPSWNSALYFPAFVVLE
ATNVSEGRGTTIPFQLVGAPYLDAQGCIGHLRQRQARNRASAHASFNGVAMAEHHFRTTFNKHAGNISRGVRFSPTFQLP
FFSRRDSSVGGEEDEEEEEEDANVFALGMHFLHYVVSRHADAFKWRDPKQGYEYNFEDPPLLLILGHERWWNLFEGLRTG
AKKSEDGESERELDACLQWAYDEAQRFAAESTHAHLYP                                          
>Acas_g2977                                                                     
MEVVARYVDQVRVPSASSTVWKDECAFSFETPESDEGLFIDLNSWLAFSKDFAKANFERTGHGLYLNIKRRIKEKKEEEK
KEEGEEPPKKKASILGIGVPGGFEGDANMEQEETYALVVLPELTSFPITSDELPEKVKQAIDAIVASDSASKVEDLAAWV
ADKDLEVSKHADNLLQLDTGRKVPSSNWKCEREGCDKTENLWLNLTDGLILCGRRNWDGSGGNGHALDHFDQTGFPLSVK
LGTITAQGADVFDYVKGDLVQDPKLAEHLAHWGIDMHKMEKTEKTMAELELDLQYSFDWNRIQEQGKSHSPIYGPGFTGI
QNLGNSCYMSSVMQVLFALPDFQKRYREYKDEIFGRAAADPTQDFHTQMAKFADGLLSGAYSQPPREEDKMDEEEKAGRD
IHSMGIRPRMFKSLVGKGHPEFATMRQQDALEFFQYLMNMVQQKERGYPGASKFDPSRSFQFKIQDKYQCMSSNKAKFTT
RDESLLSLAIPLDKMSNKEEFAMFEIRQRELRDSGLKPDKDEKVVRPHVSLLSCLEDLAAPELIEDFYSTAIKGKTTATK
TTRMVTFPKYLVVHLKKYIATESGLPKKLDVFVDVPEELDLSMLKGSGPQGEEELLPEGEEPKKAPEPNAAVVAQLQMMG
FPELHCKKAALNSGNSDPEAAMNWLLSHMDDPDLDKPLESSSAAPSGGASGGESVNEEAVMILSSMGFTRDQAVRALKAT
NGDVDRATDWIFSHVDELESPEPAASGGGGGEATEDAMDVEGATRYRLIAFISHIGGSTATGHYVCHIKKDGRWVIFNDE
KVALSEDTPKDMGYLYFFEPRELFAKTSDEALQEVEVVEGDTASNKGLTEATAGVDAIICASGGSGLGSNSPKQVDFVGV
GHLVAAATSSGVKTFVLVSSAGITQGMMGLSMNLFAGNYAKWKKRGEEVVRESGLDYTIVRPTWLTDGDDSLNGVEVSQG
DTVSVMKTRVNRSAVAEACCASLSHRDLVGRVTFELIGVPTRRAEDHAVDWRDLFEGLNRATPREISS            



>Acas_g3427                                                                     
MNTSKAQEGAPKLDDVKKECRLLETALKNEANPTEQLERIEAIMRAIVNSEFGPVENVEYFLRTMLPKFILLLLKRGDLA
EGVAPRVNRFFQTVVIEFTLKCVEADTYVQELLQTLCRLFTVTQKPFYSRYGSKGGEETMTDSDEDSDDSDEEETESFVN
RKSLNWEPTFFTANITFFGKKDGFNLFISKLADEKRKLDANAIKWLLKPIVKLLEYLPLRLVRKIVEQLRHVVFSRLLEM
SDEDLKGVNRKVLGDISASMESLLRVVAPKETTQLVDKFELAIAYKMFMSPYLEKRLMGLSDIKRYVDLVLRKEDYQQRM
RQTDRASQGNLPAAINVWIDSKQMVEWLNNQKIMEQIYVHSIHQELLKRAVDIAKFFAIQNQIQNHHIDLMWSATIGKHE
SICHIIYNSLAELSTVLPAEAVEYLFQKIKTIPYASYDTHTFSLIQAISVRGINLCFNLPEGEKKWYGVDIWWEIIQDET
DVPPATATEAFRFLETFLTWVYCHELRPKYIGLCMQNLKEGKSVPFSLKLLQKLLDSYPAKKEKGMEAQAQMIDLLEVNS
GLMATFFEDLHRFKSKAKEAAKALADAGQTGVDLNQQALVGKQAYIFQIKDRLDFLEYILSHSPLVLQAPQIDAFWASVI
VDALTLEERDHGFLWVQNVRNSQQFQAITEESTQYIFEQKVPLMDFSALTQKGFHFFEYFFRYVNWFLKRFDQGDNGVFR
VLNFDLVGIDNAWRAAVEPKDDSVAMQAIEFLNKLHKTRHVATCMGFIADAFAKATASPQDAASQQRIVRCLNVLKAFIE
EIEGVGSKHGGLKGKLIRIPIQIISGPKFELEIYSSDTVATLRQKVAEHIKKDPSLLRIITAGKELHNDNDTLQQARIND
GHAVHIIHRVVKPGTPAAAIQKPKQEEADKRALPSSILSKQQYFEQIFQLLALGGNSAQLAWDLLMMLPTNQKMLTALAD
IRTGDAQLNWEELLNRSSTFNLLYTLQIVQALMQPTEDSAEKNAERAEWCNQFLARGGVNYLVNTLLTCDFFDVTRGSKR
KVCLSLLLKIINSFTIETHTVNDGMETVSRLRGVVLLNCTDGKQLVARLMELSMRAATDVEKRDEALINPLAPPPEIDEV
EIVGQVMSTLLACCLSSVDLLQAFLENPAMDAWLAAILLGSPEPKIREKTISTLYKLSTIVNEEFLAGSGVQLAPQPYFL
AKLLAMLRTIEHTQPHSAQYFDLLNRLLQMSARVNPSQFAELLDHLITMLKDHPTAELRNSEAVDHVLYGVMSLLKTLVS
ADLEFKNKAGSQHRGGLVHELFHKCLFNIPTMERHGPDAPPQCKTSSTRNCAFRLLTELADSTQENYAALADLLVQQHRD
GEKRSLWKYQPSAYEKAACGYVGLKNLGATCYMNSLMQQFFMIPGFRWGMLEVQDSEEKKEESLLWQLQTIFGYLQESEK
KYYDTRPFCSSYKDWEGQPMNVGQQQDADEFMNMLLDRLESILKKTQEEKLLSQFFGGALSNQIISKDCTHVSEREENFF
TLSLDIKNKKSILESLALYVEGDMLEGDNKFHCSECNAKVDALKRCCVKNLPDNLIVHLKRFEFDLETMKRIKLNDSCQF
PMILDMEPYTKEGLAKKEGTSLEDLPQRDESYYKYELAGILVHTGTADYGHYYSFIRERLPKVAGEACKWYQFNDTLVEP
FDPEEIPKTCFGGADTVTEWDEVAGKHVPKWRAKTYNAYMLFYQRVKPIHPVRVLEERQAAQLVPEPIYNGIWEENMAFF
QDKNIFDPDYFDFLWSVVKLDQSAPVTDATLAPDMAHPTMRAIELGTRFIVETLSHAKDKGNLPSYVAHLKTLFSRHVPA
SRWLLERLESDITWVEQLLLICPGPEAREPFASLLVHALTLLAPAERIKYNEEEPVETTRMKVEEDSDDDGDDSNDDEER
LRPTSIVVRFLQSYLYLLEDGMQKYWKNFDHYFMVLRDFALIGDEERQLLLAKHVPGLLIDFYLGEESPLRYLHGKPSKK
KRAKMGEKKNPPRLDYMVGMLSALVRSCSTDAQADLGRPPTHLPNSTLLHMPEQDKELIYSNIFWKKILSDGINPQGMAE
IAVHLCWENEDMSRKVIKEICSGIDLVDSDRFKPYFEVLSQVLALQDSLHPKRIENAMSEFLRVIMSNLKFKMATREAIR
YLVDVAPTNPSLRTWLYEHKHSWVETWLIVNPHEIVRDAAQQLIQVLVPGATHIVDQKGVRIGVKMPDKLEEADVRVLHD
LFRHLLSLLPAARRNTKGDQSLTTNKAPEDYPLGYWKLTQYFDLLKWCLRGPSEKLIFAEFFDDFANVYIQLDKARTECD
ENKRKLMSFWLKVATDCDKNVRLITDCPQMHTPMFDFFASLNAKEKVVAFNEESLSDFYNLMHLCCLSDPNFLEKWAFHQ
NLDWAVKNAYLLSPAYPRTSDSIFPTLKLISDFSADYRQRNLPLVLKAAKLPQNSRNIIRYLDVLVKSQDDAISFIEKKG
LEQISKYLQAKFSTGGAGGKDGEEAPKEELEATLRLLLKATDFMVSERSEKFERAIEKVMKGWEGKTVVLNALLSILEQY
GWSEDKLVLECYKMIKRLCGLDKERTLLEQTLETLYLEIENILEPEPQSAGGDRPVVGRSFSNFVQGICSLAFQCFTAEN
RQRANNACGTALMLAIASTHLPPRVGETETIVGLLQRIWDSKTPMASLLKTNDMLPEYLAKVLGKDTEQLGSDEVYSFVK
AAFPAAAHRINGRSLVEGCSLKIVGLLDTITSGLALPAEAPARIANLTSASISLIHELKALSVLAFAAPDLHGLVLGDEE
IRGLLEQLRALYFGAGEASSHAATLATLNPSTEQIKALLRPFLTEAFPGWEEQPRA                        
>Acas_g3744                                                                     
MSNLTKSMEAGDRDTVVEKLLAIFPAMDREVARSVLITCEYDLAQTVETLKELGIHKVKESATGGESPAGAHHPAADLGG
RRGSSGSINIPNSPTRGSPGGGRNSPSTASPKGPSPRRGHTAAVASHTSHAHSHARSPSTYTFGTSPVSNAYFADHYQDD
GILTHPRGQSPINPYLTATGGIGRPSAASPNPYLPPNNPYLVPPGAPSGMGFGGPASPSSRPSFYAYSYSSSPGSVYPIH
SQAPSLSSPSLGPFGGGGGSGGGSSAWGQGHSGSGSSGSSNPYVFSSSPKFAHGQQFPPAGALSGSPNPFYTYSYSSSPG
SVYPIASVQPSARHPTFGGGFSGSPSVPPHGQLSQSPGTAYFASLAATSPAGGRFGGPSSPSSAGGPSPLMFRKEPLHSS
LDNLLLAKAIKIEDESESESESDEGEEREGEGEEESVGDNEVVFADEDGFDAVKAAVQQSSPSQKKKKPTIIILRPKQSK
SPHHSPSEGNKHQMPNLAQRKFMRMVFKNRTDVSPLNPLAALFLCLSQVPALRDYFLSDAYKAQLKPEKNKSAGADSVHA
AEASMGDLNISGEWDAQDVYHGSRRLTLAQHFALCVKALQGKTPNELRELDEQFAAFQQVVTSRTPHLSGTGSVEEEAGR
YSDMVDWVLEHLKEDLSVKSPAYEPTPEDEALGDDHVAAKYWESYKRANPILIANLKRSIVVTFVPDNPSATNKPTKHSV
SVFKTSYGQDLKVGLIERLGKPLRPDQLIVTEVYGGRIAQIIDDSTPVEVLKDKDVVVVYEVPAAHQSAQTRRRMSFPFD
KASSPVVGAKSDLPFFVIHRYHKQRKEDDMGTHIIGKPFPVPSNLTYAQLYTIVWDRFKETLGYSKDLSYAELADQIRES
EEKRLAGEKDAKGREDKKGHHADSKRHVGPFEIKIVDQFLANCGSCDKGFRCDGCVMPYDEVPVSFAPENHLVVDWNIPS
DEYESKLHKSLLLNMWPDKLEETGGVAPKVTLQDCLHKYIGQYRIPEWFCQHCKEFKQATKATAIGELPPSLMIHLSRFE
LNRYWHRVCKTEVDFPISGLDLTSYVEETVDGCSEHQPHHGHKKILYDLQAVLQLSGSRGYSACVRNPGDRRFYHYTPSA
TYQLPSEESDLPSLKSILCSGDACVLFYAKREDQAHSN                                          
>Acas_g4494                                                                     
MYISPSFSLITPSQTHAIATQPLEPPGIIFRTKTYNPNIAENGTIHFPALHPDNWAKAPLYMAEVLNGIFAFFLPDTRAE
KPLPNATGDLCEKDTVAKAREWTTENIPAECSPLPAQVMASLGKRKADEIGGDSVVAPRQLVKARIAVAAPTVPVGLKGL
RNSGNSCYYNSVIQCLVRLPVMREFAQASQPDDSRPFTLALRKLITSMWDATCTEVASEDLRVCIVAKYLLGSHQHQDAQ
EMLWCLFNSLQDEEDQRLQSKQPNFARINFYSMFWSTASTTDDPTFPISVAIPPREISPITLLACLNNHSALESIEYTCS
GPSKKRDDHVQFPPTLPSALGKGVPYELCGVVEHTGTIDQGHYVAYVRAEDQRWYKLDDAKPPREVSFDGVVARSNAYLL
FYVRAGGPDLAAQPATLQPKVPFEAPVVRAATVTPGTMIRTTTATTMAPPPAPTSLGLSSPAERSARLAMAWPLQREEKI
LCRKLNGVKPAGGYDWQESELRCVIHNRRVAEGSHRYVVLIDVLGAASKAAPHVLKVTKPFITSRLPKEISLIALLEAEI
SHKPIRFNPVHVVQLQREPPQVGLLEPFLEGAYVKHNDNAGGVYMPVEGRERETPQAFSHFTFVATKGRGLVCDIQGVGD



LFTDPQIHTDPRDEFPVPGNRGLEGMRDFFMTHRCNPLCFAFLKKLDAEARPLP                          
>Acas_g4589                                                                     
MNAAQSFKACVEQFAPQFVGQAQQDAQEFMAYLLDGLHEDVNRAKKHPAQSEATDVAESGPADLGAAARREWAVHKARHD
SRVVDLFHGQLDSALRCRQCQRESHRFEPFVFLSLPVPSKYQRSFEVVVVPTLSRGVAGTATLYGVKVAEVRAHRIWNVL
PAAKPLQELAESDVLYAFEVAPQPTALAPSPVGALGGPPPAPPAAGPPPPPPSGPPAPPAPSAAAPPPPPGGPPPPGPPG
GPPGAAGPRPPHQKPQLPADVQVLHRVVTTTTTDGEAAPQPQRAPVPSLTGCPFVYSFAGAKEVTNAQLGAGLARLVDPF
TAAAAPAPAPTGRPYVLRVVNKQGTACGNCPAAKKCAGCRVPDDGEPLELNARCAIAVDWDIPAGPEELHPVLAALNQAP
SEHEASLEVSREEEKIALGDCLQSYTREELLGEDNMWHCPQCDAKQPAATQTQVWRFPEYLVVHLKRFPPVMRSWRDKLD
MFVDFPLEWDLSEYERSHEQAASGPHYQLYAVVNHSEETGVAHYTAHTRDAGDRWVRSPHAYLLSYRRI           
>Acas_g4829                                                                     
MNSLLQTLFMTTEFRSALFGWRYNPKKDGDERLCIPLQLQRLFARLCLSACPHIETKNVTDSFGWHGNEVFQQQDVQELI
RVLLDAIDKTFCANDLDNPITPLYRGLLHDYLRCTQCNYSRIRSDAFMDIPLVIRGVSSLEEALDLYMTPEVLDKSNQWY
CERCERRVDALKGLKLKELPPIITLQLKRFDYNYSTMTRIKLNNRVSFPFYLDMGKYHKSDIDDQHTPVPVKKTPPSDTE
DVAVIELKRCEMCSTPRPQLNADEPQRQPDADASPAAPAPPPAPGSEDSQKPGEKDTPEAAAEEPYQPEEVPHVGENDHI
YQLFSVMIHSAYIKSQKTGRWYSFNDMHVTHITEQDVRRMFGDEEKRMTAANAYLLMYRKMEPTTATATTEASACAGPEE
GVNELDGALDEIPEDLRKEVEEENRRYDEERAEHQRKLDTIDLRIFYGNTPTMIHIHKQKTLRDATELAYREAKVSESVP
LSSVRLRSYNSTTGTVGLPFTGNEDKKLTDLGIFSQRSLLLETKNPSDEWPAEETEGLTLKVIKLNEQTLELEPALTVSL
ADASTATLAQLKAALEEKAGIRSDAQRLLRVCNSDVEFIEGSAESTLVNDCKISDGSLLYVEELKADGLSLLKQRFEAEQ
NTIELNFNNPNTDEEDIKIAIDQRETIGTLKKRIGAIVGLPNHEFRLRRKLLNKEYKDEDETLQQCYLFDGSALLVEKGR
SLKAGEILSKVYMYSAEEEDLAFTLVLDSMIVTEGDLSAKVKAHVRERLGEDYLPWDRVRVREKIECRLGTAMKRGKTLK
QTVSALRDGVELALQVVDEDAKAELDEAEMVLETRHFCPATMELKRGEELGLLKDSSVLALRTVIGAKYDVPVQFVAVAK
PFKHQLGVVSSLLSLNWELYDDAVITKSPLYLRDGDLMLWRDLREIPKEIATDGLPQVYTPSSSSWSLRIHVISSPLGQV
VGSVSRPRESGIVIRTVHDLPPGGGEAKEGLLQAEEPATKAAGDVATPEPIQ                            
>Acas_g5931                                                                     
MGELLLAHLAGQPGQEKWAASFFSTTRLTEYLVDTTHSLDKVVHLLCLALTLKGKSDPVGVLRDSNALHSYLSPLLREFA
SPLLQVALAQLLVCVPSARPPAVDVPQVVLGWLTGVGVEDDVAEHADGGSEAARAYDTRVGLLTTLLLHTCNGREDKILA
LLVQVFIHLAKPASGSSGGRPASSRIPRSGAKDAEVELALVHLISWPLSHRLGDWVIGLLGALAEAKRYSVVASLTAKSA
HIAVNQMFVPELRVGALRVLRHLLLGYQHSPTIFHALLPDLTKLVAALAEQPGGTTGGSSSSSSSSSSASSADSHHNRRP
REEAEAPTEKEERLSLGSAGWEAAVARQGQQAADPALSQVYAAQIVPRRVISALLTLFDSASTTHQGVYKEVGNVLPRTG
ARGRTGLVNLGNTCYLNSALQALFMTDSLRDALAALNLPLRPSGAAHALAACPTATQLQRVFAYLLRSARGAYAPKLLRA
ALPGYYQEPIQHDASEFLKYLLDQLETELGATPQKALVSRSFGGTLTNRIICSSCGHQSPTKEAFTDLALPFDTTDEAAP
TDLAAMLRSFLRAELLEGSNRYACPRCDALRDARKEVAVTSPPEHLVLTLKRFSYDYKTGRRAKILTPVRYPLSFSLPVL
DHDALAAGVETVTEVPYQLYGVVMHSGRSAHHGHYYAYARPAHAPLARKEGPDEDSGDHHHLEGRREEEEERWYLFNDSL
VQKSSYRAFSAISQKFSSDVPYLLFYARATPHAPRPDSAAATEATEVLPALAREVEADNARFLAEEEAAARRAAQIKKSR
YAYARTSSPFYRFDEDDEDEWGGRGCGGKRFDDDFGGGAFGGFGPHFVS                               
>Acas_g6118                                                                     
MEKEGRPREEVTSKQPKVTYLSGGADYRGLVNLGTTDPLNCLAQTLFMTPEFRRSLYHWDAGQLTAAEQADCWPLQLQRL
FARLQFGLGSAAVPTRALNQSFRDPSCAGGPDQLYALQHNLRALCLAAFDLLAERFAGTPQERMLQELFQWRLLNYVQCL
ACGFERTYQEDCLDMMLDVRHVNSLAEALDQLVAPEKLCDDNRWQCAGCESLVDARKGLKITELPYILWLHLDRFQYDWQ
AGATVKLNHVVEFPHIIDLGGYVDDGSTSGSGVSQPACHTYELYSVLVHLGSAASGHHFNYTKSFEKEKCVS        
>Acas_g6461                                                                     
MGRRLHACLHCVFVGCADGGHLAAHLAEHNHTLAVDVSHGQLYCGACKDYVYDRDFELQAAKEQSTFSAVKQKLAEPSVK
QVKYNVWAPSTDDINQLSNNSKRCTVPSNLLGLRGLYNMGNTCFMNCILQSLLHNPLLRNYFLSDLHNRSGCSANRDDIC
LACELDYLFAEVYSGTGAPYAPYHFLYSMWRHADNLAGYDQQDAHEFLISTLNGLHKHSGGSTAASCRCIVHQIFSGRLR
SDLTCLRCGYTSTAIDPFFDISLDLPKARSAPRQAAGSLQQQQTVGDDSLTPPPLATTASDAAAAMEIEEEDECNLHACL
RRFTQAERLGSAEAFRCQGCNNTYQDSTKQLSMQSLPLVLCFHLKRFKQEGLASTASSSKIDTHIRYPFVLDMSPYASST
IVSQRLGREPPSAPPDLYELFAVVDHKGKIDNGHFVCFVRHESRWFKCDDATITPTQPHQIARSKGSYLLFYMRRSLTYE
ASSSSAAAAPQPPPPAAKPASS                                                          
>Acas_g6802                                                                     
MRVARKAARDAEAAAVEPPLERAATGAQLPVISSSRSSNRVAATPVLEEEEARRAEAEAARPPTPAGTPPLPPPRPLPLP
LPRPPPAQWFARHCLPSPPRGPCVAAPAAAAPAPAAAAEASPAAAAPVTAGSTAAPLPVTTEAVVAVPLPASPSSGEQPL
GPVAVAVVAPAPSSSAKEARLDEVAGLCLGSFEATELPTARSPIVPSPSSPLPEKEAPPAAPATSPARTRTRIDRRRRRT
ATAENGASSAAPEVAVRKPVVNAWGKGAPAILQKYMEAQKKAAAQQQQQRPPAPTAAAVLRHFDEVRLMWDASFAHAALR
GLHNEGNTCFLNATVQCLLACPPFIGFLRSLRGRGLPCPAPTLTELRTSAAVIKKLAGTPGRQEDAHEFLSLLLDTVHEE
LRAGSAKARAGGGSGESGAHHKTAAHNETNEWNEVGRKNKTSKLRTAEFEDTAVTRIFGCKLRSCLKSRGAKQSITQELF
NALPLDVSVHQIRSLDDALLGFMSAESLDWEVRASKEYKFERMPGVLVVHLKRFAFSAAGGDKIAKHIEFPERLVIPTKL
LGPHAGGSEKERRSYDLFGVVEHHGHTLQSGHYTASIKRDQHWYHVDDTTINPTTIQTVLRRQAYLLFYLRASPSSSSH 
>Acas_g6991                                                                     
MGSTLYHARPRPFTRDTTIGDYFPSYDRWATSNTGAHHYDFDRHNAELEELDRSGRRASLQNLGNTCYMNAVLQSLLSLE
TFVSDMNRDEFIQALPYTSFYQALLQIAVEMRREKHGIINPWPVKDAVARMAKQFSDWMQQDAHEFLVSCLDQLEGEIDK
IGQDSREKAKAEVGASSSSSTLVILSEEEKQAERVRNDKCPIFLNFESEVEHTFTCRNPACENVARKPEIFRDFSLEIIE
PPPRSKRFKPLPTDIFTIRKLQDMSHLSLSIFLAFAVVSPVSLSIIALFDLCGVGQVGGVQGSLANNKRQRTQSSDSTST



STNGTKLSEEEMMARALKESEITFAAVEQAKEEERIRKEQEELDMAIALSLEEGQDDEQRVSMKRKRSTNATEVSRIFDD
DAADQQEWREPRDKCNAFIVVHWGAKASMGHYTSYVHNPTSGQWKEYNDDRVYELKESAALGEQAEKNGYLLFYVHDSVQ
HPARSQKAATSEATMGAGVAKIRKGKEKQEADEEEERERVTMDVMTNSEEEKKEKKTKKPYNFDDAMDACSNAAEDSDDI
LNLSFFGDLANSSTNGAASAEPHKRDEEERKTTQSRRVDEDARAATRTVTVTKPAREDGRTNGNREAKEDSADDEDEELK
RAIALSLAEATEKDTKAKAEEEAKRRKRADEQERKASVAVGGGDEEESGLEDKRKRRKRQAP                  
>Acas_g7139                                                                     
MSMNGNGPRKRPPPAQQRDTIKPWLDGKQPTLKIADVYYVISTKWLKQWKAYVSFDEETTTPAAADEGGGDGAAEGTGEQ
PRKPPNSIDNSVLLKDPGFKSKGNEPVIKTKAIEGVDFILIPQKPWAYLYKWYGGGPELAREVIGDGKEGRALKVEVFPL
ALTFKNTNTEGQINPFSAIEVVVSKKATVGYLKSLVCRKMELDSAHTRVWNYVKNTGKLIKEENVTLEEAKLVDGQSLLI
EVRLDDGSWPRDGIKKRKSSGSVKDKLADGRRGSTQMLSSTLNNMKALLGIADEHQPRKYQSGSHRPVGSGGGSGGSSGG
YGGSSGDVKARPGTSKGVCGLVNLGNTCFLNSAIQCLSNTVALTEFFLSDAYKADINKSNPLGMKGQLAECYGALLKRVW
SGDFSAVAPRNLKRCIGKYAPQFNGFSQHDAQEFLAFLLDGLHEDLNRVLNKPYVEIKESDGRADEEVSREAWECHLKRN
RSVIVDLFQGQLKSTVMCPEPKCGKVSITFDPFMYISLPMPPESDRLIDIILIPNEPHRKPVMYSIKCAKSARVQILKEK
LEEYSGLSRRKISMVDIEDHYIHGFIPDARSVATFRTNATAFAFETVGPVDPKQALRVQILHRRVNPAFLNSPKASDPAV
NQRKIPRQAFGMPFVMYLSTKRTTARQLYTMVWHRLSRFMKRDISRPRGTEESFAESNGVGGHTGEDGPHAALKDTAAKS
DDDKPSTPENGVNGQSGEKKNGGDDASTKTKKNEDDSEADTASSSAERHKAKEVQLTDTESGSMSGESFTSKEKEESKES
RERDSVDSKSSSATAATAATSNGARPTTTTTASSSSSSSRTASASSSAAAAQSYEPFDWPPQLDFTLDWAQLPFRLSYVS
QNGSSCGKCSSSCTGCPIKPDDEPLKFKQVNLPTIAVDWDPKLLREFLSIEKAEASLLPPSRLHFFSSQVERVAHEIEDH
ESVVTNKKQAKRRLCLDDCFRLFCMNEQLGENDQWYCPKCKDFRQARKKFELWQMPQTLVIHLKRFQYTRFSRDKIITFC
DFPLTGLDLSEYVQNCTQSPIYDLYAVANHQGGLGGGHYTAFGLNARDNRWYHFNDGSTTAVSDDAVRTSAAYVLFYKLR
EGNDHHQAAPAAKKGKKESGKGKEKGKVAADVSTPSEAEAAATKGKGKEIDGKDDDDGKAQVKKNEDDDNTNATTTTTSD
ATSSDSAAFVGGKEKNASRTVSVESIAVVDELQQQQHDDDNRHGSTSSQGTRTKKKKTNGTSSKRKNSVASVDTNGTGGG
ELSSSRSRSSTGGGRGRSSTSSNNGVGGGLGSSPSKTINGGGVSSSSSTSLDSSSSTSSKKTKKLKKEKKEKKEKKEKKE
KKETSSRKEKMAV                                                                   
>Acas_g7197                                                                     
MMSNNEDVETTNRGLERHGHVQVELGDKEEDLMEATNEEEEEENADEDPSSSSSDEEEDDDMGRDKEAEEDGSEATQTAA
AQNEEEDDPEANWEAKLPEPEAGGPAAEKRLIKELDWERKKTGKNQTWYLLSAKWLEDWKTYVDYDDAESDSDEDDEGAE
KVRPGPITNSMLLEPQSDYLRRECTEGRHYIIVPEEAWRLWWKWYAGGPPLPRKTVTTGWYNQQYVVEVRLLHLKFVKSS
DKNVELPSSFSKTATIGDLKKRMCKRLKVDPANVRLWDWHARWSCSRRRTRATGKFPEDTYGSSYRASGYGSSSTYGSSS
GYGSSSIYGSSSYSYSRYSEPGEPGVCGLQNLGNTCFMNSALQCLSNTAPLTNFFLRGTYKDDVNEVNPLGTKGELVEAY
TGLLREIWSGSARSTPPRSFKYKLERFAPQFSGYQQHDSQELLGFLLDGIHEDLNRIKQKPYVESKEADGRPDTEVAEET
WQGHRARNDSVIVDRFQGQLKSTLICPECSKVSITFDPFMYLSLPLPMKMTRRLAVTFISRDPARRPVKYALDVPKHGSI
KELRMAVAVFVGVDARNLILADLYNSRFFKEYSDRESLDVIQDRDVTVVYELPPNPAAEEKAKVEPEPEPEPVEDPSDDD
DQVWGDGYSYRSMGVSRATAQPKVEEPKDGIIQTLFGVPFILQIPNKITYADLYREALHQLQRFLKGMPDQVPVEEPMEA
EQETQEQAAAEEQQPQQQEEQAADQTGIEEAEEPVHSGESRASAKKNKGESYGSDNEHDDDSFSSSSDEAEPSYSRSSSS
YRQPVETKAPVIPESIDGRPLLFTLKLVDHFGVNDHVEFSGGKHGEEVITLKNTQTVALCWRNESLSFYDDEKEIDMEVH
PSARPVERDEGDQSVSLYDCLELFTQAEQLGPEDPWYCNKCAEFRQATKKFDVWKVPRILVVHLKRFSYRNKYWREKLDT
FVDFPLDDLDLSPHVLGPVSTPPVYELYAVSNHYGSLGGGHYTAYAKNHRENKWYKFDDSSVSSVQAESVKTSAAYVLFY
RLKEDASEWRGLSVAEAESGETAAPSAESATTATTAADAADDDSSSSSSDSEDAEPEHSDADGEAGDVDMQDPEGDQ   
>Acas_g7525                                                                     
MHPRDYTSDDRVSTAVKHWQLNTIVRAFSQWRWFVDAQKAAEEGDDEHRRLLPPAPGLSVFQPPTASEGAHDAGTKATEY
NDDDEEEEEEDADGRSGEPSEEESEDSNDDAKTSNKRKRGDEEEEEEEHELERDAKEEQEPHSGEAEDEGEAERKQNNDK
EETLHQEGVVGEEDAPAPVFATPPPPKRRAKRRKGLLADLDMDGPSLRPQAIFLSPVARRNLVPGQTGLRNLGNTCFMNA
VLQALSNTLQFRNYFVADFLPKDKKGKLWRRKTIDCLKQITTQQPPVLGEISISAEIHNIFRVVWSGRWGGGDSDAQEFL
VYLLDKLHDELTSLNGGREVVASPSGQKRQGESIISKTFNGELLSQVTCSACGNVSSRREPYLDLLLDIPIQHAGGSRST
RGNRKTNVPSCSLYDCLDSFTWPEKLTGYYCEKCKSNQDASKRLAIQTLPDVLCVVLKRFCWTTTSRAKVDTKVLFPLIG
LDLSAFCSEERENAIFDLSSVVIHHGSGPSAGHYTAFCYHTEQGTWLHFNDCRVSVSSPQEAASAQAYMLFYQRRSASDS
KVRTVEAAVIANRQ                                                                  
>Acas_g7615                                                                     
MANTNAARAYANSKSRANAYADKDDLRRYYTAIDRNLRDEHMPSRPLQLAEEALRSVLDETVDSVEHLNYFIRIALPKIV
KSLLTRRDLSGNIRVHFNNYLIRTFDVILEFMHQDIKEVSQVLCILTQPDQDFYQLSKRPDKEHYPKIMEKVREYFAKNE
VAPAKDRELSWQSDFVYINPKGEPLSTHYLISVEYFGKRGGFDAIMDRLLDKENKPPLPIIELLLRAIVYTSKVLRRDFV
KEYVPKVQQAIFHQLLEATQVEMKKDAKTSFKDISKSLKALLGLIMPPEEIDKVIEGFNLDAALMSLKSNVLERRLNGLK
LIRKMIARATPKDDKKSSLAYFWNKTKQATAAVATAAVAPGYGGVAQGQDGEKKEVEEKPIDPNFVLSWLLDNEILKLLF
TNTHVELIRQSLGILNFLVSKNKLAVEDLDMLWEASLGRHESEKRVIFETIVSLGQNLPYKTIDHIFSRIMETPINGYDA
ETVILVHDFTVIGVKANNSGKKNWYGMDVLWKLAMQEGEGIQDALATCAFDNLVELLKLELVAPVRTTYTERCAENLMKS
VCMPQSLELLIKIVETNPKKGRKKVVDALARKYKLLDAFFADLQKYKREVHSAEESEDDGGKKKKKKKKNKGRVVLMRYP
HMQQIKIRLSFLEFLLVNSSSTLTAAQVDVLWDNLITNALVPEEREACFAWLEKSSANKPDGFVAFDESVIQHLFVDKMA
QMDCTLLNQAGSSGVDKATDELYVASPDLIGIDNLWQIALDAQDVEVSQAAIRTLNELHQNVSGESLKAKVGKIREAYIG
VAMSHLSKEAATLKPDSPAPHGSQQRIQRCLTLLKTFVEDFDARGRKAAAVSAATSAASAAQAGAPPQAGGTVSGPSGTL
VTRRGADMGPPISFYVKTDLKPSFTVHLRSRDTLGALKRKVSQIVERPPELLSVFIFETRELHDDDKTFYEYKIGDGYTI
FVKLRERVGEVRKKPKKSKSADTKGKKPGGQSSVVQEEVNEGVPIDALIFEFLQMQLGALGLQTNRHMTVVSAPNAQPTT



MMGSVANAIGMGTTSSSLSPNAAASSSTLTADKKKNSKSASSETLNKAKAENVHHPARILASEGNFDRLYDLLDYGNDIG
RQVWELMNLLPTNQKILQQFRSADFDWDALFNPKHLYKLIYSLDVVGKLITPLDSDSSTVDVESIGRFVSLGGGKHLVRL
FMSIENDPSNPGQRAVFASLLRIINAITLSGKEQEGSKAQVNLELFANVKLSEMVNKLLQVISSAAAESKQEPLEKEEPT
ESQRRDDPMSASATVEVGGAETVIATPSATLPSPRSPLDNSTALSSGEVVKHALDLLVTFVIAKVELLEQLYDYEKQDGW
VERLLLAAPVRKIRQAAANDMLRLSQQVESEALQKLGAEPPAKHFLEALLSILPGITSYSATCQQYFSLLRGLLKNDKAG
VDAQMAGKLLHDLLLQIRLAPVRESSGNGPVDEVIIGMLGIVRGLIRKYPELKSECTKDKGGLVGQVFEQCLFALPTAEE
HGPTAPPKCKTAESRTAAFSLLTELAKDNEECFRELVALLNSQLNKVEPNGWWMVGGRLPRSKYGYVGLQNQGATCYMNS
LMQQLFLIPRFRQGILLADDNSADKSDSLLYQMQVLFSNLMKSVKRYYDTIEFCAAYKDYDGKPVNTGQQMDANEFFNNL
FAKLEDHLKGSEEEKLLSDVFGGELSNQLIPKECTHRSERLEPFYSLSIEIKNKKDIEESLKLFIAGEMLQGENKYKCEI
CQKGRDTLKRCCIAKLPRIMMLHLKRFEFDLEKMRNVKLNDRCEFPMSLNMEPYTKEYIGRQELDAANLRMSQDRDDDDV
PRYPPEYYEYQLVGIVVHQGSADSGHYYSFIKERVPLEESREAAWFEFNDTNVIPFSADRIPYECFGGEEEVMVYDREKG
TAKKAMRPKINNAYILVYERKDVDLNDWAKRQLEKEERKKGKRRNKAEPSESNEKDGNPNKAADQESDDEAAVGGVADNS
GNESEDSRSEPFMTPSHSASSLVDIENAAAMMSPKGERDDKKEETRPESPENGPGTNGEEGNKHEGAATELVVAVSQEKP
ASPDAQPMPVQQVFSGGEMAKSPSFLALLFLGKLANVVKKKQREEELKRRREQQKRFRQGLSSSVIPEEIMNYVWEENRV
FLTEKYAHDDDFLKFVWDVTHLYNGTENKGEPTMATVQFTTRFMIEIGSRTRTDTHMFDVWVQHLKRLYTDNHEACRWLL
TMLSKDDDKFVSLLLHCPMERVRRAFASIILHAMHQLLPQERHLYPRYIAMQASDSDDEKGEEDKLGTPRKDKGKGKEKG
DGDGVQDEESPAVLQFVEFLISLLKTVRRNLRHSAQYFNLLYDFVLTSLEEKKYFLARHIVREYIEFYLQTGKFAPVALR
RGTKDEARRYRPTAGGQTSTASATKMNAPSLAGLVQTIAVLVRHTDPRNEKGSLPPTQYDPENVLELPNKDRDLLINSAF
IIRLIKDGADPLATIDILKHYSWEDRKRSKMFLVDIKDVLNKASSEQLRLYFRIIKHLLLIQDSSQDWRIEYALVALHKS
LGHSSITNKETVGACIKFIQKLSEKNDKVKAWLVKNKTISNEIVEHHQRLIQAEKEKEAAASGTGGSRSAFSLAKTLHK 
>Acas_g7619                                                                     
MASTTMLPEKGLENRPGQNNCFLNVCIQALWHLGAFRSQFLTSKDHVHKENSCIYCALKVLFNGYQFSEEQVLPPTALRN
TLAVLHRGLDRFQVGELDDAAEALEAILTCLNKVYLVKGNERAKKADESNPNSISNKVFGCPVVEIVQCGKCKKEIKPQG
SDSFIYYTYVTEVREEHKKYPDLQFDNLLKRLSDGVTRSCPNDKCEEKKCTVRKVLLQQPHVFAVGLVWPTPNPTAYEIV
DMLSIISQQIRLSNIFNGVPVQFTYRLKGMICYYGLHYDCYFYSPQRKQWLVFDDRVVKEVGASWEELKDRCRRGRFHPS
VLFYERVETGAPLPTTFTPKFNPQPITLNRNMFTASGPAVPGFSLAPPSAAYPGMPHPAFSPYHPHHPGFARGYMPPGYA
PAHPHQQQHPPNGMPTPAAVAPALQQQQQQERAENERRQEMAERAEAERRKRQKEAEEQQQQQQQQQKEAEDKRRREEEQ
RRQQQAAAAAVVVEQSSDEEGTSGDEDERLEEEEEEEEEGETGGESEREAAAKRLAMPAPRAEPPKSLPAPLVPTYAPPP
ASPSPPALTGSSSSSISSASAPPSAPPLSSGSPPVITSSPSSPSVDASPSAPPLSSRSPSPPVVSSSPPPPVMVEDLLST
ENISSAGPPPVMVEDLLSTKNAVAVSSPVPALHRHVPTTTSATTTAATTASAPRSAPYTPSFTPACGGRPRSAAASSRAP
SAYSHSTSDSKQQQPSIIGAVDSYDDYSSKIDSIGQSRYLSLSKPARATFGASTSSSSSAATAPKKKPQTSAFTNLSSLL
SN                                                                              
>Acas_g7651                                                                     
MSVKINIKWGKEKFNDVEVDPSETGLTLKSQVFALTGVPPDRQKWMGVKALKAGKLEDDTPLASLNFTNGQNVMLVGTAG
ELPKEPPKPVVFVEDLPEGEINELVEFNHPPGLANLGNTCYLNSTLQCLKAIPELDEAVKTYGAFPQFNQRTERGYAQQD
AEECWSTLVRALSQKLPAIKLGGESPARTNAVNQLFSGEIVSTYTCKEAPEDKLVQKDTFTKLMCHITSQTNFLVNGLKE
SLKEEIEKRSEVLGRNAVFQKEAEITRLPYYLNVQFVRFFWKSNSDGGNKAKILKPVEFPMVLDLFDLCAEDLKATLKEH
RNILTEREDLRLQNRHGIKGKEKEGEKKAEEDEGAMDIEKSLPPLWEQKPLQNETGLYELYAVLTHKGRDADSGHYVAWT
KQSEDNWLQYDDDVVRHYKDNDIKQLVGKGGADWHIAYLCFYRTKKPE                                
>Acas_g8950                                                                     
MAATRKICGHVLEVHQSFHQKHIQANCTFIGCGRDQNKHLMAHYNLAKKRNMGEEHCVCINLRTKMVWCYACDEEVIDTD
YGKDDAAFVEQLREALAIPVASPVPASRPATALSTSTHTRGACGLANLGNTCYANAAMQCLSNCPPLRTYFLRYMARQVK
GRKKTSPLVFHFTQLIYDMWGGRYSSLRPGEVLREIRRFNPMFGGYAQQDSQEFMRCLLDRLHEDTKEELPRIESSPTSS
GSADSGEKEKETKPPQGHDSDSNGVVESTPVAPATPPSPPPPPNYASIVSRIFQGYLLSRIKCLKCGKVSPTKDAFYDLS
IPIPDDKMLDKVTKEIEAEGVLSNSKRPSPGLFSKVTNWLMLSNRTVTLEDCLQAFCTKEELMGADRYRCEHCKTLNDSQ
KFLRIAQPPELLCIHIKRFRHDSYFGGKLSDVVQFPLRDLDISRFCEQDADAPQVSMKYDLVSVVNHIGGISGGHYIAYA
LNDEDGKWYEFDDSWATAVSEDTVRNKEAYVLFYLRQSPEKEYERKQLLSAIAAFHEEEEREHAVVADGDCSDEVLENGS
AADPMHIEKNGVVKRKKYFVCQEWLTRWQCTSSPGRINNAKYLCSHRRVKPEFSLTQAAINRNLGTRCQVPEEVWTEFMN
LYGGGPPVCESQFGECRECKVEEELLQARRREESKHINDIDRTFVVAGEMWYLISASWLQSWADFSKSRTMPPPGPIDNW
CLLQPNGKPKPKLKCSIHYRGVVKEVWDFFHARYGGGPALLRPTIDLYAIPRSRSSSTTKSPSSSSSAARPIRSGSRPLS
PITSPSSSSALSSSRSPSSSLSTSASGRLARSSSAASSPSPSASPSTSPSFPATMSASKRAAYYKNLNIQPAAQNGTSGD
HERSGNGSGNGNGDAVEMEELTRAMKASEEKEAREKREHENGGKQHFYGRGEHQQHHSKGGVPNGDAVPRHKAVPVENAH
GDRMAE                                                                          
>Acas_g8999                                                                     
MQMRKRMKEAQEEDLSFLHSTTPLTPPLAPSEERRVVKTLLDDQEAVKMTVGATYYVVNFKWWQLWQHYVGWNEGNSDDD
GGTEGHHHGTEAASHHAARQRPGPIDNTELLEDGSATVKGPGEESDSGEDSEEEEERKSNGGAAGAKKASKQPQEESLRR
GLVKDVDYTLFPSSVFRHIYSWYGCSPVVGRKVITVGIFQKLQVELHPIVLLCCNKAATTHAQSDSPSYKMEEHRFSLTA
ALKDVRRYVAGQYMIPPHKSKLYLAVDNSMQNLRLLEESALGQTLEDLGIASGQILVLQSHGIDIGDRSYTSYSSGSSRP
SSWNYSPVGNAVGKPLARGATGLHNLGNTCFMNSALQCLSNTTPLLRFFLNNAHLAEINPTNPLGMKGELAKKFGELLVN
LWSGKYTTVVPREFKSVLSKFAPQFAGYQQHDSQELLSFVLDGIHEDLNRIIQKPYTEKLEFENSDNNDAQAQMSWDTHL
MRNNSVVVDHFHGQLKSTVVCQHCGHVSLTFDPFVFLSLPVPSKNQRIINVVLFWRDRNPVKYGVRVSKMGTIKDLKDRL
ARLVDVGPERLVMAEIYTFRPFKIPDAKPLFDIRSSDLIFAFYSPKKFDLFGRPLILSFDRTTTTHNQLHHMIFERVARA



FHEQQGLDDIEMWIGEEAKAEANDGRSSGSAAAVDDGASTSDISNAAPATATADRMEVVAPLRPKAKEAENAQLGSAGAW
DDGSGERDSPRGAPARGRTNSDGNIGEGLQMDVFRMWNDGIDSERRAEGDTGTLSATGGCGMRDAHHAWGDFMGTHRDER
VMDLVMNHQRTNTTADQGRGGGGNNGRPGGGRAQLRSSLYVCPKCDERLPSLDDLQVHVLCNHPDSEDLLAVFCG     
>Acas_g10134                                                                    
MTGGLADLAMLPAPVAQSDDGKEKKGRQALSLSTNTGRALIETIDFPNFLGTMVSIILDTCKGYPPHNDDVQIVDYAMQL
LINSIVSKPAHLKDFYEYGLAAKEREIKGRKDKAAGTVTITLPEGEQAAEMTPIEDFIVNVTLAHYEQKVRKAASANFNV
LCSQYPDEYAVAEGLVPPQRFFLDLLLRHIPPEGSINSTCDQFFDLLSLLIERYFKEHPNGAEVFSKFEGLFYSTIDRIK
NHPVQEETRDGPPDQLLIGFFNIVRTLLRENSAIKRKVAAKEGLNMIDELWNRCLFPPPPTFASSRNTLNIKWKEENKCK
TSQTRESCFKLLAELARDSPENAHEILQLIVPNHTKELDLTTWERPSGKNFSGFVGLRNPGCICYMNSLLQQIYMTPTLR
YGLLSSKITVSEAAENVLMQLKNMFCHLQHSERQFYDPTETFCKAFKDRGGNPIDLHMQQDAEEFLRLLCERLEEQLKGT
EYEKLLNNFTGAESQILQCPNNPSHFSEREDPISVISIEIKGKANLQEALSYYVQGEQVEWKCEQCGKVVEAALKRLSLK
KLPNTLIIHLKRFDFDYATMLRAKLSNLFEFPMDLDMEPYTTEGIAKAEARKKREEDRSGGEQAETQEEFNPSNSFNDSL
EFSRSHDYYQYELVGVLVHSGTAEAGHYYSYIKERTSGSGKWYLFDDKHVAPWDLKDLRDECFGGEQVSTSYNSSYFTSK
QPKLKNAYMLFYQRKHPEPEEFPIPDELKVHYKDEASAKIFELGPNSAGNKGDHGQHSEEGKGKEKAVIAEEAAHASKDA
GEDSTPGGAQFLSPTTVSRPVSKSPSIYSLASASTLTPSPSLYSISSATGSGSDSSLSLKRSPSLCFDLSRFGEKDLDSL
FAQIIPDEVLQSVWEENHKVVRDRQQFDREYLEFVRDILSLITLPPVHEFKEPSDDDPSFLVIKMATFFALDTLVRAREE
KLYVSFMKILKNLYTQHVPASRWLLVSLMDQHKKWYRYHMLDCQDQYVREGFAELLAALLKTVAVHEYDIMAKERQERMA
QIEVSGFPAPEAEPQYTYISQTLNVRFMEYHIALSEATRPAWRRFHQYWALIRDYGSAGHEERMYLVGRGMIGILVDYYM
GEFSPYRKGQSRVKIGDKAEALATCVRGMATEGYRASNRKPETCFAEDDELALATPRCLALLYNREFYVSLLKQGYNVNT
NLIINAHISWEDEDRSYWIMDIIATHISRVGPDQTDHFMRVLYGMISIRDSLQQWRIRMLLGTKAGGLLDAGNKRNGLFM
IAVAQLLVNTIHTIPLAATFLYRTRDQWRWLEHFLSEPAGSTTTDWGQYEALKPQKEMAELGARLGLFLAGEDPEAALCE
WDEALDDIPRKDCFVGE                                                               
>Acas_g10680                                                                    
MWLAQHWVSGHKGQCGALSAQKQYIATTAAATTASAKQQAPQKTAAPQPQPSLKKSTEATNAAPSLFSPTQLSNLLSTRP
QELGVGLVNRGNTCYINSVLQCFSHTAPLRAYLASSEHSRSCKVRTHGFCLLCALEEHTKQLFRVKNEFFPRDIFLNLQQ
IGDFRPFAQEDAHEFASSVMMGMQSSILQNYRAQHPNGPPNLGPGFEETSLVYQLFGGRSRSRVRCGACSAIVTNYEPFL
DLNLELSAGASLEEALDSYTTIEHFDLSTGYKCGRCNKVVTAQKQLTVDRAPPILVVQLKRFDVMSGGGKINKTVTFREQ
LDIAKVMSEDKKEEGGVLYELYGTIVHYGRTMFSGHYVSFIKSNGLWHLFDDDQVVEVNNAIVLKQNAYMLFFQRVYTPE
QMARQEQQLLQLPQQLSLPQESQQQQQQQQQSKSQRRRNNKKTNEANNAQQQQPTAAPAVATEEAKAGPPPEWKLPKYRV
FYTEEESGEESWIKDLLLVAEVPAELPFEVDPKAARASFYQANATLVATMPLKRDDADADADATKPDHQATSAAADVEVA
LLPDRRFVLKEIGVDPEKELNVEPVATEEKEKEEETVAATTTKPADAAASTTSDDDKKVPTTAPALPFMDLGRLKQALAD
ESNKEEASYAKLWDDIRAFYAAVKSGDAAGYLQLRSAIQRQEAQRSQQLAQDDEEQFMLKLKKTKRNDPCPCNSGRKFKQ
CHGMA                                                                           
>Acas_g10757                                                                    
MSSWDSRKETGYVGLKNQGATCYMNSLLQALYHIGTFRRAVYQLPTQNDLPTKSIPLALQRVFYRVQFGPRAVGTKELTA
SFGWNRRDSFVQHDVQELNRVFCDNLEEKMKGTLSEGIVEKLFRGKIYNYIKCINVAYESSRVETFYDISLDVKGMKDVH
ASLQHYCAVETLSGDNKYDAGSHGLQDANKGCFFQSLPPVLELHLKRFVYDFQRDRNFKINDLYEFPPTLNMRKYMAADA
DVSIKPLYRLYAYECWCTAATCTAGHYYAYVRPTTKMQWFKFDDERVTKARKKDVFEGNFGGDITRTVRNALGKPITTTY
PRSANAYMLLYIRDDEREQILRPVDREEIPKHLEERFEQEEAEKAAKKKELAEAHLYLKLRVATLRDFEQSHDADLCDFE
QAKEFKVKKTSTLREFRAVAAEEFGIPAARQRYWTCPARRNRTVRPDEPYTPKEEDTPLEKLVKRGALDIKAPEGETDEA
KLFAPHTDDDAIMFFKYYDPEAQLLRLVCYKFVKVSDKIGSVIPHLNQLLGFPSDQELLLFEEIKPTMVEPLKGTDSFAE
AELANGDIICVQKPPPGNATLPRPLAPAHYAWMLNRVTVKFRDLGAPSVDVCVLELSKEMTYEEVVGQLAGQLGHEAGKI
RLTQHSAIYNKPRIQPIKTMPKLLLTDMLANPYNPKKLLGDILYYEKLDMPLAELENNKLLKVEWFNDKVQPVATHQVLV
PKTSLPEERTTGYTEYTILRAEEVPEEDLNKDPKAASKTIQVSHVFRDPHVSNFGHPFHLAIPKNERFADTKRRIQERLA
VPDDEFATYKFLIVPWIGKPVAVEDDDACIAAKLDKSDYLGLEHKPPRRAPNAYRRKEEQLVIKG               
>Acas_g10802                                                                    
MGNEADSSNLEFLISAGLPRGGAVECLRRANGDIARAIEEWSKIQGKANDVDDDLAKALALSKQEFGGSGPEPLTKEERE
MQLALAASLKSANQMEVDQTGFGLSADEMQIQQAVERSLLESGVGSDAVSLVSNNPNHRKREGGLPVGLRNVGNTCYFNS
LLQTYFYIPSLRQAILSFPADEAAKKTDKAATVDFMKELQRIFAYFLFTNQKWVDPSALLKKILDRNGTPVNIGNQEDVS
EFNELFLERIAEGLDLTSKLTNSKNNSEMIKNMFQGLAVEYLNAHEADGSPIETTQDGVVVAHLILPVVEEEKDLYEALD
SYMVDAVNYTTEKGHATVAEQSRWFKKLPPVLMLQQNRVKFDVASGSYRKLNTPLRFDPEVFMDRYFLEQREQTTQVRRV
VTQWRSDLNVLDKNIKAITNYKGRSHGLPEALQSAADYLSEKEGDDGLAASIQLLNTFYKLETDKLKQLQEEAQVYRTKI
AGAYDQFPRKASYSLFAVWIHAGVAGSGHYWAYIRAGKRKRPAAAAPAPTAVPGETEDYN                    
>Acas_g11018                                                                    
MGNSQPSYFSPQIFVPSPNTNLKGLINPLGENNCFLNVVIQSLWHLDSFRTRFEGTEEKHQHSTPYCVFCALQDMFVNYA
YSDEFMIPPTDLRRALSMQFAGEARFQIGEMYDATETLVAVLGYLHSVFMGVGEKDDEPCEPLCLVHQVFSMNFCDRTEC
PCGATSEPALSSTFIYPVYVTELRRAFDDANRRDIRFDELMSILNDSELKKDLTECQQQNRNQRFLQNVPKVFTINLVWA
SPTPTVEEIRQTLTIIAANNALEIDLSTIFYGVERETNYVFRGMIAYYGRHYAAFFHCRSRDQWLIFDDEKIKVVGKTWD
DVIANCCRAHWQPSVLFYERRERSGASPAAMASPLPPIEALAPSTLKLPATTTHSTPDLSTATASSSFTSTSVSVAIPCG
PTSAGALTSSMRRSLSDYSVGSGSGGGGSPLRHYTPTAPINIGASMGASLSQLMCQRSLVPPTSKSTAALIERSLLLGGT
EKEMEKEDLIISSPVEHGINVLDDVLPPLVASPSADMASSSYRDIFALVDEWHATKRDLHPRAHADCGEQQEAAGEECEG
KGKEGKLVTAPSEQRRAHQKEKQQQEEDEGQDRKGASDDKKMPSPTTPTPRSKPSSTSPQQGKGGAFSCEFVIGQVDMRE



KEFRINRAFEAFSRRWLLVLERSYRLDDKQWGSDKRGYEGYITVRVQRLDPGTDVLRLAVSFECRVQARSFACAMPCVAV
RGNQGAGDPYFICPQRQRQYLTGRKELGLSLSMRLLS                                           
>Acas_g11755                                                                    
MEGVHSEEDLQQTHITQIYHLGDEPCSEEGHGADNCEDNPNCLLGLGEGGEGVWAECPPTIEELGNDPHAQVKQPDVPAG
LENLGATCYMNNVLQCLYMNTAFRQGVYAWRTGDDLMVEEETAAEAETAKGKEKQLEADAQQAVNEKEEHSRGSVCSELQ
RLFALMQEGRRSFYTPKRLTEALNLKTSIQQDAQEFYKLFLDYLEERFQQSEDESIKELVGQFQGEYAYTTVCQACKTVS
QRKCQFSELELNLKDAKTIDDSLHSFLGEEQLTDSNQYFCETCSKLQDATRSIVLLNLPKVLNLQLMRFVYDIKTFQKRK
LQDSIAFPLEIDMGKYMQEFDERQNEVENKRRRKGLAYELVGVLIHVGPGANVGHYIAHIKDEVTKKWWRFDDAVVTPLD
EAKIGIEKEPKKNKKKGAALPEGMTESSNSYMLIYALKDRETVAQPQLPASAQAFVDIDNREFEKQIEEYDMKAKEERER
IEAHKQSYTAHFSTLGVPPGTKEYNWIAVSWLRQWVIGSKELPPIDNTELMCAHDMLDPRKLSHAKRITPEAWSMLQSQF
KGGPVLSQECYCMPCSAALCHELAKDAEYNRMKETTLNLITAGPAPKGYILSTSWLNQWKKKSEPEDLSKNMNEKITCEH
GNLCPAGGRRVVPAQAWSWLRSEFPEGAEFHSSESACKECIRDSAANKEELQNLKVVKAKEKVLFPARIGRRKDDLTVLS
LREEQRRVNAIANEKDAKPGCRYYIISQEWFGRWRAWVENVPDTDEPSPIANESLVCCHDQLHISIGRGQFPIDPDETEF
RLVTPELWAKLIKRKVVDRPIVLQVERQDGGELVFRVDPATCLEFKTDKITVSADDTILVVKLKILEKLEIEPNEQALFF
NDVELKDSKATLRQFKVPAKATIFIERRQLSMADYDILDGHDQIEEGFKGTIFSHEKATDASGREEAGASASPSPSRAEA
EDLPAEVAKLWTCDVCTFHNPYASPAAAAASLIT                                              
>Acas_g12172                                                                    
MDDLQLEAYTKKCQEHLAGLEKQLDLKEGQELWAILDELDQYLAKAIALKTKKLKQNGDWPAPLSTQAGAGDDAAAEESG
KEKEGQAAEGEEKEEAQEKEECGDDDEEQGKSDEVKGEGDGEGQEEEEDPVVRDEWRLLIRLLLKKFIPKACKTVLRKRY
TMQTRQRIGQFLQNVLRITALHIITDTKLELVKNLSWLFDPELVFYPVYPSYKMGPAGQMITYSDAHAEQPGDYATRVGR
ISVFMVDNLNAFGVAGGFDYIAARLSILDRPAELGHIIMLLEPLIMVRKSLKWPFARDWWSKIQPFVFARVIGMDEKEFR
AVTKEEISRVVLIVEKLAKLLIDPLNKVAGRETYAEQLEKFKLALAHKCLHSSNLEKRLFGINTVTTLINEAQRKDENKA
KAATYTSHYYGRSMLKSKSTKWLTTAYVVGWLEEKQVVELLFGKGVHFELISRSKDILRVLSEFRRFGEEHINLMWSAAV
GKGKQERITDTIYDLFDHLTKDLEPELVAFLVQKIRDTRVFDVKTLNLMKTLTLHQLLEDEDEERCIGGLQLYWDIIQDD
HFISREISEEATNHLKEIVVRNRCEKYRKNFTAMCTKNIQQSSSVPQSLKLLLEIFDTFPASGVDEDRGSLIEGLQQDFN
IIDLFFTDLVTYKQKALEKIEKNRKESTLRDNQAPSSPSLRPEAKEELDLGKQTLVGVEPHTKQIKTRLKFLYYILKHST
LTLPLDHLNTLWDCVIGNSLTPKEKDLGLNWLIKACGSRSVFDQSVMEEATKLIFESKLCTALDHASLSLAGLTCFMEYF
RYHNCAQGKLHKIIPSWPRGQSPTYIVRNVDLIGLKALWALVLRVADEEVAVDAIAELNALYDREKLSPELQRRIGAIRD
DYISTIMSHLETANAAQNEASNNTAVVRRCLTLLTTFLEELDLQQAGEALAEPEDELITLYFYAARGQNRFLLEVSDAIS
LRALKRQAAKEINRSVNRIVFQLSVYSSRDEDAAVDDSLSLRELGLTDNHTIYYDLVNDNIEDDDDDDTDEEEAVTTEAV
EEVPAVKAVVHPPSFVLTNNQAYFKLLFGLLALDEQVAQMAWDLLAKLPTNAAMEASIASFHTAAQAPEWSELIDPTSAF
SLLYALRIVKAALQRDRVTGDAEWSLQLVAQGGLQHLADVLYRQDQLLRGNLSKHCLLALLEIIESTIALPGVPAAQIDA
AIDSERLVEGLQSVIRRSAVDTHAQPSEVDGQVVKSACALLVTFIRPSTLYKGRGRHLLDKLTSAAEFTDLLRVSLLDSA
DTVIRVEVADLILTLAGGEENRKYFLVTLFDFLPNIAPDSQRCSEFFIVLSELTKQYRSTSEGEADQSSLVEPLVRTLTS
LIKTHPIVEKAENSQPDQVLIGLLHIFKELAEVLPQGIKQRTEDGGSLIEELFHRCLFEVPSAAFHGSLAPPKCKTKASR
TAAFALLVELLKGSPENHMLVLGLVRKFHLNEAKEGEIVPLGLEWNHSPAAGERSPTGYVGLKNLGCTCYMNSLLQQFFM
MPDFREGILSIDFPTDYDLDKALYAKKKTEEEEEEEDDDGDDADGAYESDVVEDSYDDEMVIKNLFPKKRANKKKGPVVI
GSDDLLVEMQVMFGCLQESLRQYYNPKGFCFANKDYDGQPVDTSVQMDVDEFFNMLCDKLETKLKGTPQEKLLKDIWCGK
MSTQLICKGCPHRSERDEQFYTMSLDIQNKKDILEALQLYVRGDMLEGDNAYFCETCKKHVDTLKRSCIKELPNTMILHL
KRFEFNLDTMRKVKLNDYCEFPDVLDMLPYTREGLALQESQEEKEEGAKAQESSPRESVEETDEAAPGQEEEGSKTPAPA
EEAEQAQEPLPEIRPREYYEYELVGILVHRGVADSGHYYSFIKDRSASGAAGESSWIEFNDKTVTEFAAKDIPAECYGGE
ETLLSYDTFTRTRLPRNFEKTRNAYMLIYQRKVPQPVGSSPKDVDANAGATAVAVSAQAEPAQQEPKDRGCSKLLEHVWK
DNVRFLHEKKLFDPAYFSFLWHLIDLNSDSSLPGLSLRTLQVATFFFLEVISHAKDREILPRFGDRLRQRYKESDEASRW
LVALLIDDKRMLSQLLFECPVEEIRSSFAELLASVVQTLLKDPLEQRALLQSEYEMGDVKEAGSPLVRPLVDRVFALLPD
ATRYWRQFKEYFGFFLEFASIGPVPKRYLLAMNAIGQFLHAYLGPNSPYIKERPKFKLGNRWEDPDYSTLISCVSLLARS
CDLPRDQVVTSHQAAAGDDGDDGAAPQDVLTATRYPPTQEEGEPLMLAGWDYTFLANESFVKQLVKDDNKYVVAESGILL
RHLIWENCTNTDVVMQVMRNAIARASYDMLKPLLAVMEQLLALEDSYTATRVENNIKDLLEIFEDKKKLPKTTEINIKFL
LDSQIHKLYEKNAVARHALNKLYLNTLEANYQPLAWVESWLNTHHHDINDPGWLLIPVSYEDENTVEDFDATAIDADAEA
DADTDPAADDPPYPPGSTEFIHDSIDQL                                                    
>Acas_g12966                                                                    
MPPKKKAQKQLQQQLQRAQQQQQQRGGGQRRGPADDDEGSCPHASQASAAHVERILAGSSAAPACQVCAKGTRVGNKKGA
GHKKAATRSAGKPEVWLCLRCGLVSCGRYDEAHALGHFEMTHHPLALSLTHLNAWCYECDQEVPMTASKAVKECVRAARR
ALLGETHESNSSSDDDADGYNDDDDEAEGQHKSKHSGAAISAAETESWLVKDKKRNRGLVEETNPAIDSAGTGLKGLKNL
GNTCFFNSIMQCLTHTPALREYLSTGRFPSARTDRRRGGSDDDEEEAAELSVVEAIALHAPPSEGPITQALRGFMAAMWA
PKGACVNPQTLFSAIASKAVQFRSYRQQDAQELLRYLLDGVRTEEIARLAPPPRAGKAEPQQQQARQQKAAATRPRESPQ
AAAGPTTTAKPGPPPPTFIDVLFGGVLESTVTCHACHSVSKTREPFLDLSVPLPAECYPDKRRQKGGGGGGGLRNHLAAA
GAKVLAMSGGVAYQKKKHEPKPLSSKQLKQKAKFERAKKRREEKLRQSKALRDATAAATADAVDGPPTDNASAALPTDSA
SVQPPSLDAPPQPAVEEGPSSPPTGDLHSVAQEEEEEEEHEQHHEQNKTEEREDVGSGAAGATATATTDEAAAGADTEEE
AEGRRELDQPTSEHEPSLGPTDEPVPPTADMDGGGGAGEGQSAQPIAAAAAAGGGAGGAGAESGAAGEVAPEGKEREWDG
RDAAAVERWVTPEMLREVTLYRCLYDFTQPEVLEGADGYRCPECTRRRRQAAQQSNGADDHHHHDDDSGEEESHDEDGSD
EGGKGKGKGKGKEEMVVSRATKQLLIHQLPPILTIHVKRFRQTAHGGLSKAGEHAKFPLVLSMAPFVVPQQQEEQQYVYR
LYGLSVHQGGIGGGHYIARVYAHTQRRWYHYSDSSGREVSLNEVLGSEAYVLFYERVPAAHAATTDSPSP          



>Acas_g13890                                                                    
MEQQQEGEKESGVEVVKRKQPTSSENQNDSVAGAEGRGRGSHAYYHSLQADHHVFINLLNEKVYCLPDGYEVQDPSLDDI
KFVLHPRYTRELVTKLDSIALPSHALDGSVYYPGVVGLNNIKNNDYINAVVHSLAHVRPLRDFFLLEENYRDELGGTRKA
GSSIIHQAFQGSVQVTTRPFKPKEDDTQTAARNKPNGAADKDHEDPITVENLPFLYLSIELPPPPLFKGEAEKNVIPQVP
LFTILQKFDGQTEQVPSQTPLPLVFWLDRFSPILQDIAVKNETKQYILTRLPRYLIVHLKRFTKNNWFMEKNPTIVNFPV
KNLQMREYTTIKDVGASTKYNLVANLCHEGTFAKGGLQGPPAMQSM                                  
>Acas_g14220                                                                    
MIGRYVALDLPSLNLSLVDAMGYGLGHSVPRDDALFEFDDGNVGIAIDWDKDVLNNIPVNKKEFEEHESLKKTEADEELC
VSLDDCLRMFTADELLEDGSPWYCSVCKAHRSAQKRIDVWKCPPVLIVHLKRFQYTHVFRDKVGTKVDFPVTGLDLSPYV
NQLDPAKPPIYDLYAVSNHIGSLGSGHYTAFTKNPKTKTWFKMSDSTVVKVEKEENVITESAYMLFYVN           
>Acas_g14598                                                                    
MVLSLQSSTNSIAAGLEEFHKSELVQDLQPCSAVCTTLWKTLPRVLMVDVRRNQFNFETMVVEEFQNRFEFTEALDLGAF
VDPSSAQDNPVTGYTLALVLAYVSVARGARHTFVRALPDRDVWNHLSDDASRPCTQREAVEGNFGGGEGRGQGQRLVHGL
VYVRNDQLPPSSCPAKGSLKARAAMVLAAAGEEWTQVGAGAVPEELLELVKASGSSPYLAPEPVPPHVLKWWAGMK    
>Acas_g18426                                                                    
GGGEATEDAMDVEGATRYRLIAFISHIGGSTATGHYVCHIKKDGRWVIFNDEKVALSEDTPKDMGYLYFFERI       
>Atha_AT2G32780                                                                 
MRFAATVSEKQSEQSVEVTEEFAVTMTEKRSCVHFDKYVDLDKLLKIIKSYQQIKCGECNERVHVKRGSRWGASNRRDWY
SSSDQNCARNAIWLCLECGYYVCGDVGLPTEAQSHVMGHNRLTRHRLVIQCKNPQLRWCFSCQSLLPFDNEENGEKKDLL
LEVVKLIRERSPNTYSASFETEFSCSGSIYGGIEARDGYAVRGLVNLGNTCFFNSVMQNLLSLDQLREHFLKEDLSVSGP
LVSSLKELFAESNSEASVFRNEINPRDLFFSVCSQAPQFRGYQQHDSHELLRCLLDGLSIEESSLRKKLGVSDSNDSSTY
QKPTLIDSVFGGEISSTVSCLECGHFSKVYEPFMDLSLPVPSMKLPPKKQQILSQAKEVLKNGAVSKDSEVVSAKPASDH
NSTVPLFPSDHKIQSRPETSDNETDLVLLSDVSDTAPSTEAKGVNQILVGSTETLMHDNDRTGKTVPDKEDVRATQSNEE
TSASGISAVIDEAQVCGCPDLEQSSSSANQGADEELALMVADSQVLYMPYKDHLFYDDYMVAEASSSFVSGDHEPKKDYF
DFSSFLDEPEIREGPVFRPLSKSEVYEAGFKADCSDDKTVSAGKGEASSSFISSDHEQNIDYVDFSSFFDEPEISERPFF
RPLSKSEVSEAGFKADCSDDKTVSAGKGEASSSFVSSDHEQNIDYVDFSSFFDEPEISERPFFRPLSKSEVSEAGFMAVS
GNDKTVRAGKGETFSSFMSGDNERNIDYVEFTNRIFDDRGTSERPVFGPPSKAKVSEAGFVAVSSDSDPAVLDESDSPVS
VDRCLAQFTKHEILSEDNAWHCENCSKNLKLQRLREKRRTKEGLSNRWVNENGASSAFDECRDSSLNQSCIDLENGYKAA
PPITKLPNCKEEESAIDDGFVGEENTKQAPITSVTETPLLGGETISSQPASDNECENWEDLAVDSEEVIVKRDARKKVLI
NKAPPVLTIHLKRFSQDARGRVSKLSGHVDFQEFIDLSKYMDTRCSEEDEPVYRLAGLVEHLGAMSRGHYVSYIRGGHKE
RRDSDTKEPNSSIWYHASDSQVRPASLEEVLRSEAYILFYERI*                                    
>Atha_AT2G22310                                                                 
MGAAGSKLEKALGDQFPEGERYFGFENFGNTCYCNSVLQDWVVDLRSVLHSMFALYFCAPFREQLLEHYANNKADAEENL
LTCLADLFSQISSQKKKTGVIAPKRFVQRLKKQNELFRSYMHQDAHEFLNYLLNELVEILEKETQATKADNETSSSPEKI
ANVLKAPLANGVHKEPIVTWVHKIFQGILTNETRCLRCETVTARDETFLDLSLDIEQNSSITSCLKNFSSTETLHAEDKF
FCDKCCSLQEAQKRMKIKKPPHILVIHLKRFKYMEQLGRYKKLSYRVVFPLELKLSNTVDEYVDIEYSLFAVVVHVGSGP
NHGHYVSLVKSHNHWLFFDDESVEIIEESAVQTFFGSSQEYSSNTDHGYILLYESLGTR*                    
>Atha_AT2G24640                                                                 
MHEVGLFVDLNSFTQLILTLFFVSIGLLYFVKRTAAKYFEVGGGSGGFDRDHRRDFMVSDTAECSVCGKATTKKCSRCKS
VRYCSAACQTSDWKSGHKLKCKGFRSTDSSPVRRDDIDFEASLFGNRSASKKTRIALVPQQSQSKATLKPTDVLFPYESF
VRYYNWDRPIMAPCGLTNCGNSCFANVVLQCLSWTRPLVAYLLERGHKRECRRNDWCFLCEFENHLDRANYSRFPFSPMN
IISRLPNIGGNLGYGRQEDAHELMRFAIDMMQSVCLDEFGGEKVVPPRAQETTLIQYIFGGLLQSQVQCTACSNVSDQYE
NMMDLTVEIHGDAVSLEECLDQFTAKEWLQGDNLYKCDRCDDYVKACKRLSIRCAPNILTIALKRFQGGRFGKLNKRISF
PETFDLGPYMSGGGEGSDVYKLYAVIVHLDMLNASFFGHYICYVKDFRGNWYRIDDSEVEKVELEDVLSQRAYMLLYSRV
QPRPSNLRSEESQDEKKTDTLNTESNQDGSVESSGVGTNDTSVSSLCNGIISHSEDPEYEKESSLSASVPVSEEGKEVDV
KVDTVDSESNRSIDMEHDSGTDHQEEEANGKEDPTVENLAVDSSCLDITTPSPSAATEFIPQENERSDTESKPLEKEHSD
TESNKPLEKEHLDSESKPLEKEHSDTEMIDAQ*                                               
>Atha_AT2G27650                                                                 
MKRTTFLEDAERVKLYNDARALFANGDHIKALEIIEDIILVHKEDEKSWILHSEQGEMFNDLAGKAENPYVDFTYMLGSV
GCYSKDVLLSRPWAHGLHYLAQESGSVMYYKKCVNVAKQGLSVTFPDASESFAQLLLENLKNDMKENLETLIKDAESNIA
DSKTVELKGLLQQDFEPEVLESKKRPELVKNEFKGLRSFWLGLDVNVKRDFMKVSIAKLIGFVKGVHHRPGRDALKQILD
SAKEDRKWTFWMCRTKCSKKFSSAEECKNHLEKEHAADYKPFSEMDMAKRIGKDWTRKISLGSWEPVDIAAAVEMIKNRL
PEVKAFSYKNGWSKEWPLAEDEERSKLLKEIKFFLVMFCDLKILPCSIRDWMKRYSVTHLKNLNVSEQSLVDSHLVDTPQ
SICFLECHKLSYILNLLKRIKCERDDGTNLVRRAVDSILDSTRSKEKIDFDPQFSFLLLDRRLLKSNNGPFVDEGEINVF
DPNVHYAKAHAQGDDIVSWLTDYNSVEKTFPRPIREHNLDIWVAVLRAVQFTCRTFGTKYAKKVQLFDYLAAIVAAEKLC
KSEYERRRKLKEDQWNSYASLLCDKCEECFSRKNFLKRKLFLSVVRDILEEASDLTFDLPDIEGCMNLIREHKSLNDDIV
LKSLICLNSVVIFKILLIDSKILLVDNSRISLLNNLTRLSLFDNRTYILQLLKPFLLNEIVNMESKAKSDAAVADLLLEE
EKKNPKPSPIQSKKKKNTSKKRNSTSMSSPLSKPGEHLEPETTSPTVEEDSMELGDTVNQEEVMKNMLGEDSQSEHLESA
LSEASARYNSALDMTLKALLNIKILKEDLMHNMQPLQHHLEDQVPSVLQNFFTAFVSEEIKTEGVYSYLLSDLLALLEEV
LSMSSGAAEVLVAILEFWHCWKNAERESLVTRLFTLEEKERMSCRKCRKKPNYPEQSSYGIVMAADSIRDLKCALGNIEF
VDILKVIRMDYTMLCDIKNGGCGIANFIHHIISKCPPIFTIVLEWEKSETEKEISETTKAFEWEIDISRLYAGLEPKTNY
RLASMVGCDEKQEHICIAYEKNRWVNLRRDALAGEDVGNWKSVVRFCGERKVRPEILFYEVVRSMA*             



>Atha_AT2G27630                                                                 
MESTTFLKDAVSVKLHAKAKELFANGDHIKALEIIEDMICVNKEDKNIWFLYSEQGYMFTKLSEKAENLDVDFTFKLGAV
GCSSEHEKLLSLCAHGFHTLAHHIGSVMYYKKCLKKAKQCLSVSNQSEDSDSSVAQMSLHKNKTNKDLETLIKNAETAIA
LSKIGKLKGLLEEDDEPEVLESKSSSEPVKNEIKGLRSFWLGLNVKVKRDFMKVSIAKLTSFVQRVYDRPRQNALEQILV
SAREDRKWTFWMCQNCSEKFSSAEECKKHLEQEHAAGFKPSKEMDMKRIGKDWARKISVGGWEPVDTGAAVEMIKNRLAD
VKAFSYKNGWSKEWPLASDDERGKLLKEIKNLLVMFRDLKILPCSVRDCVMQYPLRYFGELEVSKQSLVDSHLVETPQSI
CFLDCHELNKILNFLKRIKSERDDGIDVVSRAVDSILSSTRVKEKVDFDPQFSLLLLDRRLLKSNNAPINDEGTINVFDP
NVYPKAPAQGDDIISWLTDYNSVEKTFPIPIRVHNLDIWVAVLRAVQFTCRTLETKYAKKVQVFNYSVALTAVEDLCISE
DERRRNLQEDQWNSYASLLSDRCEEGVLRNSLTTKLFVCAVRDVLEGASDLTFEFPDFEECMNLIRGRKSLSDDIVLKSI
AFLKILAHTKVMLIDSKILLIDKSRISLLNDLTRLSVFDNRTYLLELLKNFLLNEIIIMASKAKLDAAAAAEADLLLEEE
KKSQSKKRKNTSKKKTSTSISSPLSKTVEHKSSDILEPESTSPSLGKVEEDSMEPDATLSSERGRLEISPNTVNQEEVTQ
NIPVEDSQSEHLESALRDAATRYNSALDMTLKALLNIQILKEDLMQPFQDHPEEHVPPALRNFFTAIVSDGINVEGVYSC
LLRDLLASLEEVISMSSDAAEVLVTILESWHCWKNAERESLVTRLFTLEENERMSCRKCRKKPNYPEQSSYGIVMAADSI
RDLKCALGNIEFVDILKVIRMDYTMLCDVKTGGCGITNLVHHILSKCPPVFIIVLEWEKSETEKEISETTKALYWEIDIS
RMYEGLKPNTKYRLVSMVGCGVEEEEHICIAYENNRWFNLRHDALTREDVGNWKSVVGFCEERKVRPEILFYEATGSIDS
LN*                                                                             
>Atha_AT2G40930                                                                 
MAEVSMGSSSSSTDLSPEEERVFIRDIAIAAEANSKEGDTFYLITQRWWQEWIEYVNQDQPCNTNDGSSLSEHCDSPGSS
TLKKPSRIDNSDLIYDSSLEDPSNTSEIIETLQEGRDYVLLPQEVWNQLRSWYGGGPTLARRVISSGLSQTELAVEVYPL
RLQLLLMPKSDHSAIRISKKETIRELHRRACEIFDLDSEHVRIWDYYGHQKYSLMNDLDKTLDDANLQMDQDILVEVLDI
NGTLSSAHIQSAQENGLVDGDSTSILIEPSKSSLAAAGGFSSSRNAFRTGSVEVSQSFDNTYSSTGVTTRGSTAGLTGLL
NLGNTCFMNSAIQCLVHTPEFASYFQEDYHQEINWQNPLGMVGELALAFGDLLRKLWAPGRTPIAPRPFKAKLARFAPQF
SGYNQHDSQELLAFLLDGLHEDLNRVKHKPYINSRDADGRPDEEVADEFWKNHIARNDSIIVDVCQGQYKSTLVCPICNK
VSVTFDPFMYLSLPLQFNTTRAITVTVFSCDKTALPSTITVNVSKQGRCRDLIQALTNACSLKQSEELKLAEIRNNFIHR
LFEDPLIPLSSIKDDDHLAAYKLSKSSENTTLLRLVLRRRDQKAGERESTVQLKPCGTPLLSSASCGDALTKGKIHCLVQ
NMLSPFRREESVGKKGNSDSSIPERRSARFNNTEEEDKVGGLKKAKKSNSSDLGASKLSLQLIDEDNKTINLPDNEAEAM
KLPSSATVTIYLDWTPELSGMYDITCLESLPEVLKYGPTTKKARSEPLSLYACLEAFLREEPLVPDEMWFCPQCNERRQA
SKKLDLWRLPEVLVIHLKRFSYSRSMKHKLETFVNFPIHDLDLTKYVANKNLSQPQLYELYALTNHYGGMGSGHYTAHIK
LLDDSRWYNFDDSHISHINEDDVKSGAAYVLFYRRKSDAGGKMT*                                   
>Atha_AT4G22350                                                                 
MKGEREVKNGVSEEEREVKRKRVMERSDSPPPPLGFNNPLLPFANAYDDDNNQQNKSQTRCNVVAKGEGNGNKVKGEAQV
EVDDDEDDDDDASKGRGKHSRHVEVRRDCPYLDTVNRQVLDFDFERFCSVSLSNLNVYACLVCGKYFQGRSQKSHAYTHS
LEAGHHVYINLLTEKVYCLPDSYEINDPSLDDIRHVLNPRFSRAQVNELDKNRQWSRALDGSDYLPGMVGLNNIQKTEFV
NVTIQSLMRVTPLRNFFLIPENYQHCKSPLGHRFGELTRKIWHARNFKGQVSPHEFLQAVMKASKKRFRIGQQSDPVEFM
SWLLNTLHMDLRTSKDASSIIHKCFQGELEVVKEYQGNENKEISRMPFLMLGLDLPPPPLFKDVMEKNIIPQVALFDLLK
KFDGETVTEVVRPKLARMRYRVIKSPRYLMFHMVRFKKNNFFKEKNPTLVNFPVKDMELRDYIPSLPRAPEGENVCSKYN
LIANIVHDGKPEDGYFRVFVQRKSQELWYEMQDLHVAETLPQMVELSEAYMQIYEQQEE*                    
>Atha_AT4G17895                                                                 
MLMAKPDVPSSILPRSSSILPNSIETLDENESIEAQVNNVQSLALSSPNRDRSDDDDNNNNHDSVSIPPPIYDGYSSSSS
DESQSVPSPPINLDHDDDECQIPIRNTSQALDDIDDDIWGDDDLPETRRPWTPNVSPGFGSDDDDDNDDDNSKNEPRKSL
FYGFRQEPEPVTGVGAGLWNLGNSCFLNSVFQCFTHTVPLIESLLSFRYEVPCHCGNEFFCVIRAIRYHIEAALRPERCP
IAPYFFFDNLNYFSPDFQRYQQEDAHEFLQAFLEKLEICGSDRTSFRGDITSQDVFSGRLISGLRCCNCDYVSETYEKSV
GLSLEIEDVDTLGSALESFTRVEKLDEQLTCDNCNEKVSKEKQLLLDKLPLVATFHLKRFKNNGLYMEKIYKHVKIPLEI
DLQPYMRNIQENEVSTKYHLYALVEHFGYSVAYGHYSSYVRSAPKIWHHFDDSKVTRIDEDMVLSQDSYILFYAREGTRW
FSSVYEEMQPLVEASLLNSSPKSVLDSSTNGECLSEISYENGDKASKPCDSAGVCNQHVKTKEDFVSLSNDDVFLSAESS
SGEESPMGELLDPLDPDDSYSPCTEKESDSCLAIERATIRDDFFPLLLDQNQESSTSSPKLQERTFEMQLLQMEETTKSQ
EPWKQPLSSISNIADSMEAEFVYGDLMKKPSPRARELLDQAISTNGSPPKKLKTT*                        
>Atha_AT4G10570                                                                 
MTIPNSDFMLENGVCDLPFTPEEEKRIVSELTSESEDNLKQGNLYFVISKRWYTSWQEYVENSANECSTGESSEAPRPGP
IDNHDIIESDSDINDPQLRRLLVEGEDYVLVPKQVWKRLVEWYSGGPPIERKLICQGFYTRSYSVEVYPLCLMLTDGRDE
SRTVIRLGKQASIRELYEKVCAMTGVPQEKAHIWDYFDKRKNGLLDPLSYKSLEESSLHMDQDILVEVDGLSSSSQSAMS
STGNELALVPLEPSRSIVTIAGGPTLSNGHSTTSNFSLFPRITSEDDGRDSLSILGKGEKGGLAGLSNLGNTCFMNSALQ
CLAHTPPIVEYFLQDYSDDINRDNPLGMCGELAIAFGDLLKKLWSSGRNAVAPRAFKTKLARFAPQFSGYNQHDSQELLA
FLLDGLHEDLNKVKRKPYIELKDSDSRPDDEVAEELWNYHKARNDSVIVDVCQGQYKSTLVCPVCGKISITFDPFMYLSV
PLPSTLTRSMTITVFYCDGSRLPMPYTVIVPKQGSIRDLITALGTACCLAEDESLLLAEVYDHKIFRYFEIPLDSLSAIK
DDEHIVAYRLNQIPKGSRKAKLEILHGGQERAVLDSVRGSDVKLFGTPFVTYVNTEPLSGTDIDAVISGFLSPLHKVHAP
SKIHNGSDNGHLADATVDQASGILSSPDTEIDNASDRELSFRIFLTDERGLNIKPLQSESSISPGTVTRVLVEWNEGEHE
RYDSSYLSDLPEVHKTSFSAKKTRQESISLFSCLEAFLAEEPLGPDDMWFCPSCKEHRQANKKLDLWKLPDILVFHLKRF
TYSRYLKNKIDTFVNFPVHDLDLSKYVKNKNGQSYLYELYAVSNHYGGLGGGHYTAYAKLIDDNKWYHFDDSHVSSVNES
EIRNSAAYVLFYRRVRSETETQTAEMSTDMDYSCLNSHNDKAS*                                    
>Atha_AT4G30890                                                                 
MSEKKVFVFGSFTEHETRSFFEQKPTKDPQNSKDKCVGSIQFGSLNLAAENSSVNTNGELKKGEADGTVKSAGSQERLDA



SRPASSDKNNDSDAKLPRKNSLRVPEHVVQNGIIKEISESNKSLNNGVAVKTDPIGLDNLSMSDGESDPVYKASSSKFQA
LDNEDFSSDSSSGSIQRKKNLKVPTESVPPVKDFTPRGLINAGNLCFLNATLQALLSCSPFVQLLQKIQLQDIPKADSPT
LAAFSEFISELDVPSSSSIRNNVTVVEAGRPFRPAMFEGVLRNFTPDVLNNMSGRPRQEDAQEFLSFIMDQMHDELLKLK
EQSPKVTASKSSVISSANDDGDEWETVGPKNKSAVTRTQSFVPSELSEIFGGQLKSVVKAKGTKASATVQPYLLLHLDIH
PDGVQGIEDALHLFSAQEDLEGYRASVTGKTGVVSASKSIKIQKLSKIMILHLMRFSYGSQGSTKLRKGVKFPLELNLNR
SHLVSLSNESLRYELVATITHHGWDPSKGHYTTDARRKNGQWLRFDDASVTPIGTKLVLHDQAYVLFYKQV*        
>Atha_AT4G22285                                                                 
MKGEREVKNGVSEEEREVKRKRVMERSDSPPPPLGFNNPLLPLANTYDDDDEEEENEQKKSQARGNGVAKGEGNGNKVKG
EAQEEVDDDEDDDVSKGKGKHSRHVEVRRDCPYLDTVNRQVLDFDFERFCSVSLSNLNVYACLVCGKYFQGRSQKSHAYT
HSLEAGHHVYINLLTEKVYCLPDSYEINDPSLDDIRHVLNPRFSRAQVNELDKNRQWSRALDGSDYLPGMVGLNNIQKTE
FVNVTIQSLMRVTPLRNFFLIPENYQHCKSPLVHRFGELTRKIWHARNFKGQVSPHEFLQAVMKASKKRFRIGQQSDPVE
FMSWLLNTLHMDLRTSKDASSIIHKCFQGELEVVKEFQGNENKEISRMSFLMLGLDLPPPPLFKDVMEKNIIPQVALFDL
LKKFDGETVTEVVRPKLARMRYRVIKSPRYLMFHMVRFKKNNFFKEKNPTLVNFPVKDMELRDYIPSLPRAPEGENVCSK
YNLIANIVHDGKPEDGYFRVFVQRKSQELWYEMQDLHVAETLPQMVELSEAYMQIYEQEEE*                  
>Atha_AT4G31670                                                                 
MHEVGFPLDLSVFTRLIATLFFLAVGVFYFLKNTAAKYFDIGAAAAGGFDRDFMAVDAEDCSVCGNFSTKKCSRCKSVRY
CSAECQRSDWSSGHQRNCRDYGITTLTPSAKNGLRFRASPFGDSSASSIALISERGQNKSSLKPREVLFPYEEFVEYFNW
DNPELAPCGLMNCGNSCFANVILQCLSWTRPLVAYLLEKGHKRECMRNDWCFLCEFQTHVERASQSRFPFSPMNIISRLT
NIGGTLGYGRQEDAHEFMRYAIDMMQSVCLDEFGGEKIVPPRSQETTLIQYIFGGLLQSQVQCTVCNHVSDQYENMMDLI
VEMHGDAGSLEECLDQFTAEEWLHGDNMYKCDRCSDYVKACKRLTIRRAPNILTIALKRYQGGRYGKLNKRISFPETLDL
NPYMSEGGDGSDVYKLYAVIVHLDMLNASFFGHYICYIKDFCGNWYRIDDSEIESVELEDVLSQRAYMLLYSRIQARSSS
SCLRSEVKDEKKTDTLDTESCVKELVESSMVGAIESRSSTHATIEDPVCEQSPSPSPSPSPSPSPSPSPSVLASECCSEV
ERIDTLDSESNSSIDDSATDHQEDVANGNKDPEVKYQAADSWSDPTTSTPLVCTKSKPPVRDMDTKMIDAQ*        
>Atha_AT4G24560                                                                 
MLLVLDLGISSLVLVVSLVLPLIGLFVRHKWRVAAQRREEIRRLLIHASEEAARAELEASVEFSSVAVSNVFHCPVCYCL
ATTRCSRCKAVRYCSGKCQIIHWRQGHKDECHPASIVYDSEDESDSDLRLGEENGQNTPEETLLVGPEPVTIPIGESLLS
NRARSPEDGNGDIADNKDDLIDKEEAVSVAETSGSSFSGFSSSPRNDSGDEISRCESFSSSESERSESLLDAHVSVEPED
TCFSTIEDAPSKLLSPKFVHLVESVDNLANLPKLSVHKPEDDAGQNQSQSRSLHSLVTDRHPVSADPSLKSSDFWGTALG
SAERVSDSCVKSKSGRPGNSSLHFSFGSGSSRDTSAAKVSEQRSSILKEAPRGTGYISDGVNLRERNAKRFDEAEIALPI
SSSTDALSPLDSSNLSHVTLPKSKSASSENGSMLAPLKVGEVQLLASKASNTKKCADLMKHSPLGAKSVRVLDHQKQNGA
VVQHINSLHGRSGLKASVLKVVDQWTRPKSENEMAGRHGHKGLFPYEVFAKLYTYKIEFQPCGLINVGNSCFANVVFQCL
MFTPPLTTYFLQQFHSRACTKKEQCFTCGFEKLVVKAKEEKSPLSPNGLLSQLQNIGIFLGNGKEEDAHEFLRFVVDTMQ
SVCIKASEYDMTKSSKLEDTTLIGLTFGGYLRSKIKCMKCQVKSELREKMMDLTVEIDGDISTLDDALRRFTRTEILDGE
NKYRCGSCKSYERAKKKLKITEPPNVLTIALKRFQAGKFGKLNKLIRFPETLDLAPYVSGGSEKSHDYKLYGVIVHLDVM
NAAFSGHYVCYIRNQNKWYKADDSTVVTSDVERILTKGAYMLFYARCTPTPPRLAVCTKTEASNKKSRVPLPKANEKSTI
SRSVSTSSPELSSNTPGGGRSGNIQSFYSSFQRLQKILEEDSASDSSSLFDSNSDECSCSTDSTSMDDFADFIFGDHQGR
AHGQSETPSPTSSSSSSSPPFTRRSPLSRSSPETYGTSRHQLPLGGER*                               
>Atha_AT4G10590                                                                 
MTIPNSDFMIENGVCDFPTTPEEEKRIVSELITESEDNLKEGNLYFVISKRWYTSWEKYVEQSTKEYISGESSEASRPGP
IDNHDIIESESDVNDPQLRRLLMERVDYVLVPQEVWKRLVEWYSGGPPIERKLICQGFYTRSYSVEVYPLCLMLTDGRDE
SRTVIRLGKQASIRELYEKVCALTGVPQEKAHIWDYFDKRKNGLLDSLSYKSLEESSLHMDQDILLEVDGSSSSQSAMSS
TGNELALVPLEPSRSSVTIAGGPTLSNGHSTTSNFSLFPRITSEDDGSNSLSILGKGEKGGLAGLSNLGNTCFMNSALQC
LAHTPPIVEYFLQDYSDDINRDNPLGMCGELAIAFGDLLKKLWSSGRNSVAPRAFKTKLARFAPQFSGYNQHDSQELLAF
LLDGLHEDLNKVKRKPYIELKDSDSRPDDEVAEELWNYHKARNDSVIVDVCQGQYKSTLVCPACGKISITFDPFMYLSVP
LPSTLTRSMTVTVFYCDGSHLPMPYTVIVPKNGSIRDLITALGTACLLAEDESLLLAEVYDHKIFKYFENPLDSLSSIKD
DEHIVAYRLNQMPKGSGKAKLEILHGGQKRPILESVRGRDVKLFGTPFVTYVNTEPLSGADIDAVLSRFLSPLHKVHAPS
KIHNGSENGHLPDATVDEASEILSSPDTEIDDASDRELSFRIFLTDERGLNFKPLQSESSISLGIATRVLVEWNEGEHER
YDSSYLSDLPEVHKTSFSAKKTRQESISLFSCLEAFLAEEPLGPDDMWFCPSCKEHRQANKKLDLWKLPDILVFHLKRFT
YSRYLKNKIDTFVNFPVHDLDLSKYVKNKNDQSYLYELYAVSNHYGGLGGGHYTAYAKLIDDNEWYHFDDSHVSSVNESE
IKNSAAYVLFYRRVRSETETQTVEMSTDMD*                                                 
>Atha_AT4G22410                                                                 
MVEFQVLDFHFERFCSVSLSNLNVYACLVCGKYFQGRSQKSHAYTHSLEAGHHVYINLLTEKVYCLPDSYEINDPSLDDI
RHVLNPRFSRAQVNELDKNRQWSRALDGSDYLPGMVGLNNIQKTEFVNVTIQSLMRVTPLRNFFHIPENYQHCKSPLVHC
FGELTRKIWHARNFKGQVSPHEFLQAVMKASKKRFRIGQQSDPVEFMSWLLNTLHMDLRTSKDASSIIHKCFQGELEVVK
EFQGNENKEISRMSFLMLGLDLPPPPLFKDVMEKNIIPQVALFDLLKKFDGETVTEVVRPKLARMRYRVIKSPRYLMFHM
VRFKKNNFFKEKNPTLGESV*                                                           
>Atha_AT4G39370                                                                 
MVSRRGSETKAIVCVLTDRIRISNQWVSHLSFAGLLGVAGFVFAQQHGLFRNLNNLKLFSGREKDSGDDSFLVPGLQNLG
NNCFLNVILQALASCKDFRSFLQWVLEDARGSLAGEQEEQLPLTFALSALLQELGTVGSRRSVSNPRKVMVTLTDYAKNF
NLTSQQDAAEALLHLISSLQEEIVVCYRPSQSSNLSDILFSRNLRMLAPSEGLHGLMELKRWHKHLRGPFDGILGSTLMC
RTCSSQISLEFQFFHTLPLSPLLHHGGYNIMSGCTLEHCLKKFLNTEKVENYFCYRCWHGAALKYLSVIGAAETEIEKLR
SCGGEDQCDCKTSLHLQRMPWSNSYSHILKQLIIARFPKVFAYSLKLDVKLLCIQVQRASFNMFEEFKLSGHIAFPLVLN



LSLFTPSSIGVNIEERIEMSSEYQKPEASKNHGMYRLVTVVEHFGRTGSGHYTVYRSVRVFSQEEEEEDCDEDLSWFSIS
DSEVCRVSESDVLGAEASLLFYERL*                                                      
>Atha_AT4G39910                                                                 
MGAAGSKLEKALGDQFPEGERYFGFENFGNTCYCNSVLQALYFCVPFREQLLEYYTSNKSVADAEENLMTCLADLFSQIS
SQKKKTGVIAPKRFVQRLKKQNELFRSYMHQDAHEFLNYLLNEVVDILEKEAKATKTEHETSSSSSPEKIANGLKVPQAN
GVVHKEPIVTWVHNIFQGILTNETRCLRCETVTARDETFLDLSLDIEQNSSITSCLKNFSSTETLHAEDKFFCDKCCSLQ
EAQKRMKIKKPPHILVIHLKRFKYIEQLGRYKKLSYRVVFPLELKLSNTVEPYADVEYSLFAVVVHVGSGPNHGHYVSLV
KSHNHWLFFDDENVEMIEESAVQTFFGSSQEYSSNTDHGYILFYESLGPTK*                            
>Atha_AT1G51710                                                                 
MPTVSVKWQKKVLDGIEIDVSLPPYVFKAQLYDLTGVPPERQKIMVKGGLLKDDGDWAAIGVKDGQKLMMMGTADEIVKA
PEKAIVFAEDLPEEALATNLGYSAGLVNLGNTCYMNSTVQCLKSVPELKSALSNYSLAARSNDVDQTSHMLTVATRELFG
ELDRSVNAVSPSQFWMVLRKKYPQFSQLQNGMHMQQDAEECWTQLLYTLSQSLKAPTSSEGADAVKALFGVNLQSRLHCQ
ESGEESSETESVYSLKCHISHEVNHLHEGLKHGLKGELEKTSPALGRTALYVKESLIDSLPRYLTVQFVRFFWKRESNQK
AKILRKVDYPLVLDIFDLCSEDLRKKLEAPRQKLREEEGKKLGLQTSAKSGSKDSDVKMTDAEASANGSGESSTVNPQEG
TSSEKETHMTGIYDLVAVLTHKGRSADSGHYVAWVKQESGKWIQYDDDNPSMQREEDITKLSGGGDWHMAYITMYKARFV
SM*                                                                             
>Atha_AT1G52450                                                                 
MESSSSIKEGKLYKDAKDHIAKGNYINALKILEDLIRIHREDQNAWLIRIKQGQVFLKLSLETENSDMEFTYLLGSVGCY
SEDERLSSFCAKSLHMLANKLGSLMYYKKCLVKAKQALSVTFPDITDSVARQIRMNEKKKEMLSVIKDAESKIASPETLV
ASTMKQVSKPKVLESEKIPDTREGVVKRLRSFWVRLDVKVKRDFMKVNIAKLLSFVETVRYRDGRDVLEKILASARKDMI
WTFWMCCSKRFSSAEECKNHLEEVHAADFQPGTKKDKFQRIGKDWARKISIGSWEPVDAAAAVEMIKNQLADVKAFASKC
KNGWSKEWPLAADEERGKLLKEIKLLLVSLCDHKTLSCSVRDWVMHFPVKHLEKLEVSAQSLVYSRLVETPQSICFLECP
ELNQILDFLKKIKCKRNDGAELVRRAVDSFLDRTRVKEKIDFDPQFSYLLLDRRLLKSNNAPCDDEGTINVFDPIAHYAK
AHAQGDDIIPWLYDYNSVDKIFPKPIREYNLDIWLAVLRAVQFTCRNMETKYTNQKLFLGYSATLTIIENICMSEDERRR
NLQEDQWIRYASILCDRCEEIVPEISLARKIFVCAVRDVFEGALLPTFDVPDLDDCLNLIREQKTRSDDKVLESIGLLKL
AVTYKVLLIESKILLIDNSRISLLNNLARLSVFDNRTYILQLMKPFLLSAIMNMERKAKADAVAADLALEEEKKPQSKKK
NDKINKHRASTSKSSPFDQTVEHKPPVNLELKTVEEDSMEPENALASENGPLESSSKTQNQEEATKDGPAEMLDMPKEDS
LSAHSESAIGGAAARYNSALDMTLKALLNIKVLKEDLKNNTQRFQQVPSALQHFFNAFVSESIKTEGVYSCILSDLLSSL
EEVISKSSDAAKVVVAILEFWFCWKNPEGESLVTRLFTLAENERMSCRKCRWITNYPEKSSYTIVMPADSIRQLKCAFES
MKFVDILKVIRMEYQKSCDIKTGGCGESNFVHHFISRCPPVFTIVLEWEKSETEKEISETTKALDLELDISRLYVGLEPN
TNYRLVSMVGCGEEEEHICLAYENNRWVNLGRESLAGEDVSHWKSAVIFFGDFKVNLREESLSGEDDGNWKSVVSFFGER
KIRPEILFYEAVGSMA*                                                               
>Atha_AT1G52430                                                                 
MESSSSITEGKPYKDANDHIAKGNYIEALKILEDLIRIHREDQNAWLIRIKQGQVFLKLSLETENSDMEFTYLLGSVGCY
SEDERLSPFCANSLHMLANKLGSLMYYKKCLVKAKLALSVTFQDITDPVVRQIRFNEKQKQILRIIKDAESKIASPETLV
ASTMKQVSKPKVLESEKIPETRQGVVKRLRSFWVGLDVKVKRDFMKVNIAKLLSFVERVRYRDGRDVLENVLASARKDMI
WTFWMCCSKRFSSAEECKNHLEEVHAADFKPGTKKDKVQRIGKDWARKISNGSWEPVDAAAAVEMIKNQLADVKAFASKC
KNGWSKEWPLAADEERGKLLKEIKLLLVSLCDHKTLSCSVRDWVMYFPVKHLEKLEVSAQSLVDSLLVETPQSICFLECP
ELNQILDFLNNLKCERNDGAKLVSRAVDSFLDRTRVKENIDFDPQFSYLLLDRRLLKSNNAPCDDERTINVFDPIAHYAK
AHAQGDDIIPWLYDNISVDKIFPKPIREYNLDIWLAVLRAVQFTCRNLETKYTNRKLLLGYVTSLMIIERICMSEDERRR
NLQEDQWIRYASILCDECEEILPEISVDRKIFLGAVRDVLEGALLPPFDVPDLDDCLNLIREQKSCRDDKVLESIGLLTL
VVTHKVLLIDSKILLIENSRISLLNNLARLSAFDNRTYILQLMKPFLLNEIMNMERKAKADAVAADLALEEEKKAQSKKK
NDKINKQRASMSKFSPLDQTVEHKPPVNLELKTVEEDSMEPENALASESGPLESSSKTQNQEEATKDGPAEMLDMPKEDS
LSAHSESAIGGAAARYNSALDMTLKALLNIKVLKEDLKNNTQRFQQVPSALQHFFNAFVSESIKTEGVYSCILSDLLSSL
EEVISMSSDAAKVVVAILEFWCCWKNPEGESLVTRLFTLAENERMSCRKCRWITNYPEKSSYAIVMPADSIRQLKCAFES
MKFVDILKVIRMEYQKSCNIKTGGCGESNFVHHFISRCPPVFTIVLEWEKSETEKEISETTKALDLELDISRLYVGLEPN
TNYRLVSMVGCGEEEEHFCLAYENNRWVNLGRESLAGEDVSNWKSEVIFFGDFKVNLRQESLSGEDDGNWKSVVSFFGER
KIRPEILFYEAVGSMA*                                                               
>Atha_AT1G65130                                                                 
MKPPSLEDCRLDESYFAGGDHIKAMVIIEDSIFKQGKGNDLLGLLHFQQGSIFRAQARRTENSDVKFTFLLGSVECFAES
EGFSSFTALSLFEMGQHLGSSMYYKKSVEKAKEYLSVLAELDEYGPKEVKSQKDVERIIEDAESRIAGGKSLVASPIVRS
EPKAKESKKNPDSKLRSFWRGLDDEFKRNFLKMEITKLISFVEAMYGKEGRDALDQVLTFARENRKWRFWMCRTCSKKFS
SPEECKNHLGQEHAAEFKPSSTKDMPQTVTKVWGHKISVGGWDPVDAAAAVEMIKNRLQDVKAFAYENGWSKDWPLAIDE
ERSKLLKEIKLLLVSFWELKILSCSIRDWMMQFPVKHLAQFEVSEHTLTTECRLVETPQSICFLEFRELNQILHFLRAIK
GERDDGKNLVCKAVDSFWDGTRVKEKIDFDSQFSFLLLDKRLLKCKLTRFDNEGTVNVFDPNDYYANAQVHGDDILSWLA
DYSLGDEIFRFPKPIRTHNIDIWVAVLRAVQFTCRTLRTKYEKKLRMICYDAALIDANNLCIREDERRRNIPEDQWTLYA
SLLCDKCEENIRRHAGDSLTTKLSLCAVQDVLGGASQPTFDFTDLVDCRNLINGHKHISDDIVLKSINLLKSVVTYKVPL
VDSKILLVENSRISLLKDLVSLSVFDYRSYILQPVKLYLEEELEDAAPPELLSEKKQEKAKKSGSKKRNHKSTKRTSASM
SSHLDQDVEQAKEDSMELEDDTKGEKSLFEISSNTNNQEEATKGDSNMQSMPREDLETVNGKAATRYNSALDMMLKSLCN
IKVLKEDLVNNRKPFSENQVPCALRDFFSAFVSEKIKEEELYGHLLSNLLDSLEELHSLSSNAAEVLVAILEFCHCWKSP
ESESLVTRLFTLEEYERMSCRKCRRKPNYPEQSSYGIVMAADSIRDLECALGNIMFEDTLKVIRMNNEMICDVGTGGCGE
RNLVHHTISRCPPIFTIVLEWEKNETEIEIYETTNALHWEIDISRLYEGLEPNTNYRLVSMIGCVEEGEYICMAYEKNRW



VSRRHEASAEEVVGNWKSVVKICGERKIRSEVLFYEAVQ*                                        
>Atha_AT1G65110                                                                 
MKSSPRKLAQRYYEQGDHIKALEVIEDSILKIGGKLKLPSDLCFLQGHIFMALARKTENSDLKFAFFLASVECYLEDYML
QAFAAVSLFHLGERLGSTLYYKKAVKIAKRSLSVMSFDPSKSDQQKTKRTLEDIVETTGDSHTIAAKRLRLYWAGMSAER
KRNFMKVSTVELRSYVERVYGREGLDALEQVLDSARINRKWKFWMCRTCSQTFFYPKKFKNHLEQVHDAKYKPVREDLAQ
SIDDVWAGMISVADWEPVDALAAAEMIKNRLEFVKEFVYVNGWSKDWPLAADEERRKLLKEIRLLLVLLLERKILSCSIR
DWMMRFPVQHLIAQFEVSENTITTECRLVETPQSICFLECDELNQILDLLKRIKCERDDGTELISMATDSLWRRTQVKEK
IDIDHVCSLMLLDKRLLRGKIASFDDEGSIDVCDHNVHYAKTNPQGDDIITWLLDDYSLIDKSFGFPRSIGAHNLDIRMA
VLRAIHFTRRTLATRYAKKWQILCYDECLNDARNLCIQEDESRMNVPEDQRNIYASLLCDSCEEQLTIDTEDPLFTELYL
CAVRDVLEGISHPTFDFTNAEDCLELIHGLKNISDDIVLKSIDLLKSVVTSKVLLADSKILLVENSRIHLLNDLIRLSVF
DYRSYILPLLKRFLREELEGIVDMDAKAKLAALEEELLTEEKKRKEKKSGPKKKKHRSNKRTSASKSSHLDQDDPQESSI
NLEPGVSLLKMVDEDSIEPEERGRQETSSNTNNHEEAIKDLKNMPTKDSLSEDATRYRSALDMTLKALLNIKVLQEDLVH
NRQPFHGNLEEQVPYALQNLFSAIVSEQIAEEGLYSYLLSNLLASLEGVHSMSSDAADVVVAILEFFHCWKSPERESLVT
RLFTLAEYERMSCKKCKRKPNYPEQSSYGIVMAANSIRNLKCAFGNIKFEDILKMGRMKDGMICDVKTGGCGDINFVHHT
ISRCPPIFTIVLEWVKNETEKDISETTKALDWEIDISRVYEGLEESNIKYRLVSMIGCVVEGEYICMAYKKNRWVSLRHE
ALAEEVVGNWNNVVRFCGERKVRPEILFYEAFQWPNKWQKLISRKYQYENLAFM*                         
>Atha_AT1G65200                                                                 
MERPTLEDANSENLFKRAYDSYFAKDYIKALEIIEDLRFVQGNDRVCVNALQGQIFKELAKKTENTDVKVAYLLGSVQCV
SIAPALSSMAAISLFTLAQQIQSVVYYKKSVRKAKETLYHLSVNVQDPEFTKKEQKAMVSVIKIAESRIAESKTRLVVKN
CEQKEDVDTRKSEPDFIKGLMLYWAGLNVEIKRNFMKVSTAELTSYVEGLYGSEGRDALEQVLTFAREEGKWRFWMCRSC
SNKFTSAEECKNHLDQEHCAKFIPNETKHMPQRISKVWSRKISIGGWEPVDAAAAIELIKNRLEDVKEFAYENGWSKDWP
LAADEKRSKLLKEIQLLLVLFWDCKIFTCSIRDWVMGLTVKHFEKFEVSKHTLTDCHLVETPQIICFCECDELNQILEFL
KKIKCERDDGTDLVCRVVESFYCATQVKEKLDFDPQFSVLLLDKRLLQCKISRFDDEGTISVFDPNVHYANAHAQGGYIL
SWLVDNSSEDKIFRFPTPIRMHNLDIWVAVLKAVWLTCMTLATKYAKKWKLLDYDAALTAAKNLCICEDVKRRNLQKDQW
TSYASLLCDTCEEHLRRDAGKSLNAKLFLCVVQDVFKGASFPTFNFLNCINVIREHKDLSDDIVIKSIDLLKLVVTKKVV
LIDSRFLLVERSRINLLNSLTRLSVFDYRSYILRPMKELILDGIVYMENKAKLAVVEADLISEEKQEEGMTLPSKKKKNK
NNKKNSTSMSSHLDKTVQHEHSANLELDSTSPSLKPVEEDTLTSESGLLEMKSNINNQEETTKALHGEDSLSKHPVSAHE
EATTRYNSILDMVLKALCNLKVLKEDLVHNRQPFSDNQVPCVLRDFFSAFVSEQIEDEGFYSNLLSGLLASLEEVHSMSN
DAAEVVIAILEFWQCWKSPQRESLVTRLFTLEEYERMKCSKCRKMPNYPEQRSYGVVIAADSIRDLKCAFGNIKFGDIIK
VIRMEDKMLCDIKTRGCGKANFVRHTISSCPPIFTIVLKWEKNETEKEISGTLKAMDWEIDISKLYEGLEPNTNYRLVSM
IGCGEEGEYICMAYKKNRWISLRHEALIEEVVGIWKSVVRFCGERRVRPEILFYEAAGLDQ*                  
>Atha_AT1G65160                                                                 
MDPSNVQEVEKLEEIDPDLSLTQDDAEEPIGKLNATCVSALAMILKSIWNINVFASSREDESVFHEFLLNDLSLKHPLEA
NGVFDLFLNILEALPNWGLYFEVYEVAKKICNRCKLDLEYPAERSFRLIISASSLREVKSAFKDFTFENIIKVIKMNLKM
PCDKEGCGKQSYVHRMITKLPSVFTIALEWTKNETAGEIFDTVSVLATEIDVNVIYQCEGDIRYTKYRLVSMVCLHGNRY
NCVAYENNRWVRYLRSEIEVIGDWENVVSICLKNIRPQILFFENVRPFRLRTCSCFAFIMCVFSQFHLL*          
>Atha_AT1G17110                                                                 
MLEPRGADIPILFLVLVVLPVVAYILLGKWSNISEKRVRANLLAQMAAEEALRAETVVNADRGVRFESVATENRAQRTRT
KTVSAGGGAVRAEFDAGARETVAEQRSDSVTATCGVTVVAPVNNNELHVCARCFGPAKTRCSRCKSVRYCSGKCQIIHWR
VAHKDECVPVESCSSSSERVSFEKDSVLYDHGMDSTMYSNNTTQAAKGKTSKSSVDFASLGISQNDITPQINTQGRKSVG
KQHSSKANRESCRRDSATVFDSSDEAASAGGDNKTSHIKHKSRGNSYAAETNPRRHSVDSSAVQMNGQSFVSGMQESHKH
ENNLGVRSSFGCPNTQYPSNGTRTATLPRTGINKSGEQSCTETSKKGQVAAVSKTVRSKDTGISEESNGISSTMGIMKMM
GLRNSTKHDDRYKNLKVSSLMLFPYEEFLKFFQCEVFDLSPRGLVNCGNSCYANAVLQSLTCTKPLVAYLLRRSHSRSCS
GKDWCLMCELEQHVMMLRESGGPLSASRILSHMRSINCQIGDGSQEDAHEFLRLLVASMQSICLERLGGETKVDPRLQET
TLVQHMFGGRLRSKVKCLRCDHESERYENIMDLTLEIYGWVESLQDALTQFTRPEDLDGENMYRCSRCAGYVRARKELSI
HEAPNILTIVLKRFQEGRYGKINKCISFPEMLDMIPFMTRTGDVPPLYMLYAVIVHLDTLNASFSGHYISYVKDLRGNWY
RIDDSEIHPVPMTQVMSEGAYMLFYMRSYPRPQRGEHNGKAPVHHSQPRNEMKEQRKPVNRFKPRADHKNTESSSSEWSL
FTSSDEASFTTESTRDSFSTIDYTDVCHVVDSSSPFAIFNNVYHNVEPSPHNTVACRMFSGTKPETRYFVEQETNHNNTV
VLDATPSLYPIPAPYPPHDYYDQSMYVNYETNPEFNNGQDQDRTYSYW*                               
>Atha_AT1G04860                                                                 
MGKKAKKKARAPTKEIQTMEISKKVSEEPPSQAGEIAEGDVKAVKETQACVHFDKALNLEKVLDKIKSSRQIKCAECNEG
VYGKRGTKAKGSKGKKDFSSSDPKSNNKAIWLCLECGCYVCGGVGLPNGPQSHVLRHSRVTRHRLVIQWENPQLRWCFPC
QLLLPVEKEDNGEKKDVLSEVVKLIKGRSLNNLASSDIEDQCSGSGSITSDIKLEGAVTSDIEARDGYVVRGLVNLGNTC
FFNSIMQNLLSLDRLRDHFLKENGSGVGGPLASSLRKLFTETKPEAGLKSVINPRAFFGSFCSKAPQFRGYDQHDSHELL
RCLLDSLSTEESALRKKRGVSDNDEKSTTLIESVFGGETSSIVSCMECGHSSKVYEPFLDLSLPVPFKKSPPKKPQPVSR
AKKAKLPPKRVPKNVSKVSKVSKVLPGMVLSELNSSGKSMAVTADSDTSCSSLAPLDNGPVLETPSVLTLDNNQASESAS
QSDTGFDGSWLDFIGPETSGDETNLDMQEDGIDNVITAEVNQIVPSPNIVANSSVSSGDQTLEGNTERLMQDYEEIAKAE
ANLDEKDVQAMQSDECPATSGISAEFSQASCIGCDPGIGESSSSVNPWDEEELPLVVADSQILYMPYKEISCNDKSVEGE
CEASSSFVTGDHEPQNSDFVDFGGLFDEPETTEGPVFGPPSKAEASGVGFMAFSSESDPEEIDDSDLPVSVERCLGHFTK
HEILSDDNAWNCENCSKNLKLQRLREKRKSNEDESRSSNTSNGWVKENEDEGFGETEILAVKQDPNDTSCVKDHSSDGRK
AARIHSADESESKGTQDEDEDSEKVITVKRDATKKVLINKAPPVLTIHLKRFSQDLRGRLSKLNGHVAFKEVIDLRQYMD
SRCSGEDPPVYRLAGLVEHSGTMRGGHYVAYVRGGQRVKETDSSSTAWYNVSDAYVRQVSLEKVLHSEAYILFYERIFSQ



E*                                                                              
>Atha_AT1G32850                                                                 
MTLITDSESIGVCESSYTPEEERRIVTELNNEAEADLKEGNLYFVISNRWYTRWQRFVGLLTEEFRSGEPSEVTRPGPID
NHDIIDSESDASDPQLRMMLEEGVDYTLVQQEVWRKLVKWYKGGPPVPRKLISQGFYTKSFSVEVYLLCLTLTDSRDEST
TIIRLSKQASIGQLYEMVCAGKGVAKEKARIWDYFEKKKSVLLDPSSEQSVEEAGLQFNQDILLEVDGSASSQFVMSLAE
NELAMVPLEPMRSDAMDIVRGGGTLSNGHSNGFKFSFFGRNTFKDDVSSRTFGKGEKRGLGGLQNLGNTCFMNSTLQCLA
HTPPIVEYFLQDYRSDINAKNPLGMRGELAIAFGELLRKLWSSGQNTVAPRAFKTKLARFAPQFSGYNQHDSQEMLAFLL
DGLHEDLNKVKRKPYIEAKDSDGRPDDEVAEEKWKYHKARNDSVIVDVFQGQYKSTLVCPDCGKISITFDPFMYLSLPLP
SSRTRSMTVTVFYGDGSHLPMPYTVTVPKDGSCRDLSNALGTACCLDNDESLLLAEVYDHKVFKYYENPRELLNGIKDNE
HIVAYRFKQMHKGPGKVKLEILHGEQEKSSDRGPKCFGTPLVTYINKEPLSGTDIATSISGLLSPLRRVHMSCVVNSGNE
NGHVPDESSRSILSRDTETEDNDRELSLSLLRDYYSFNLQPLESDSVVNPGSVTKVLVKWNEKEHEKYDSSYLNDLPKVH
KNVLAKKTMQEGISLFSCLEAFLAEEPLGPDDMWYCPGCKEHRQANKKLDLWKLPDILVFHLKRFTYSRYFKNKIDTLVN
FHIHDLDLSKYVKNEDGQSYLYELYAISNHYGGLGGGHYTAYAKLMDETKWYNFDDSRVSAVNESEIKTSAAYVLFYQRV
KSDSETSDMKMD*                                                                   
>Atha_AT1G65140                                                                 
MDLSEVKEMEKDEEIDSDLSDSDTEEPEEKILDATSLSALDMILKSLWNISVFVSNLSMDYVQEANQSLTDNESVPLQDI
LRIFMLNNLSLTHPLEANGVSKLFLNILELIPRWNYHFEVNEVAKTICIRCKTDMAYSGETSYGIIINANSLRVYKSAFK
EFTFENIIKASMINVKMLCDKEGCGKRNYVDTMISNLPSAFIVALQWENNETEKEIFDTASVLATEIDISAIYRYVGDSA
FTKYRLVSMVWSHGNLYNCVAYENNRWVRHFCSEIEVIGDWDGVLRIFRELHIRPEILFFENAILKDQMFSEQGSED*  
>Atha_AT1G65170                                                                 
MILKSLWQISVFARQNIVRQSFTGSFLKEDILRISFINNLSLSQPPEANNIFDLFVYILENLPPWNPYFEVYELANKICN
RCKMDLEYPGLFENLTFEKFVQIIRISLKMPCDKEGCGKRNYVQRMINKLPTVFTIALEWEHNETEGEIFDTTSVLATEI
DVSVIYQYEGDSAFTKYRLVSMVCSDGDRYNCVAYEDNRWVRHVGSQKKVIGDWDGVLSIFRELHIRSEILFFENGTDVF
RAGISSLVCYFLAQIQHPD*                                                            
>Atha_AT1G65120                                                                 
MAPLLPLLVEDPEEAKIQKLVHGYFAEGDYIKALEVIEDSISTRGKEKVPAMVHYLQGCFFYEQGTKTENSDMKFPFLLA
SVECFTEDCGVHAYSAIALLELGKLIGSASFYKKALNIAKEGLSFIASFGGLNLSEENTKSSLENVVLVAESMIPKLQGS
VRSDSDTAATEAMIEAADSMVLLQKMSEPKLRESKNIRDSIRSDLETAAGKRLRSYWASMDVESKRNFMKVSIAKLTAYV
ERLYGRVGLDALEQVLDSARINRKWKFWMCRSCSQKFYYPKKFRSHLEQEHAAKFKPSTTKHMAQRVDEVWAGMISVAGW
EPVDVVAAVEMIKTQLESVKEFVYENGWSKNWPLAVDEERSKLLKELQSLLLLFQERKILSCSIRDWMMQLTVKHLAQLE
ISEHTLSSKCRLVETPQSICFLECHELNQILDLLKRINCERVDGTELVSNATDSLCGRLRVKEKIEFDHEFSFMLLDKRL
LRGKIASFDDEGIIDVCDHNVHYTKTHPQGDDTITWLLDYPLIDESFEFPRSIRAHNLEICVAVLRAIHFTCATLGTKYA
KKLQILNYDAALIDAKNLCILEDERRKNVPEDQWNTYASLLCDKCEERLVIDAGDSHTTKLCLCAVRDVLEKASHPTFEF
SDLEDCMTLIHGHKNLNDDTVLKSIDLLKSVVTNKVPVADSKILLIENSRTNLLNDLVKLSVFDYRSYILHLLKRYQRDE
LDEIVDMDAKTKLAAAQAEHLSEEKQEKGKKSGSNKKKNRSNKRTSASMSKDDVHESSVNLEPKVTPPSPKSTEEDSMEP
EDTLSSERGRLEISSNTKSQDETAKDMENMPGEDLLSENLESAHKKVTRYNSALDMTLKALLNIKVLQEDLVHNRQLFHG
NLEEQVPCALKDFFSAVVSEQIKEDELYSYLLSNLLASLEEVHSLSSDADEVVVTILEFLHWWKSPEKESLVTRLFTLEE
YERMRCTKCRRNPNYPEQSSYGIVMAANSIRNLKCAFGNMKFEEILTVIRMEDEMICDVKTGGCGKTNFVHHVLSRCPPI
FTIVLEWEKNETETEISETAKALAWEIDISRLYEGLEEPNTNYRLVSMIGCGEEGEHICMAYKTNRWVSLRHEALLEEGV
GNWKNVVRICGERRVRPEILFYEAAYK*                                                    
>Atha_AT3G14400                                                                 
MGFKLQMSWMPSLLSQKRRNGPPLGLRNLGNTCYLNSVLQCLTFTPPLANFCLTHKHSSHCDTYVDGERKRDCPFCIVEK
RIARSLSVDLTTDAPNKISSCLKIFAEHFKLGRQEDAHEFLRYVIDACHNTSLRLKKLRYNGNEPFNGNSVVKEIFGGAL
QSQVKCLSCGAESNKADEIMDISLEILQSSSVKESLQKFFQSEILDGNNKYRCESCEKLVTARKQMSILQAPNILVIQLK
RFGGIFGGKIDKAISFGEILVLSNFMSKASKDPQPEYKLFGIIVHSGFSPESGHYYAYVKDSLGRWYCCNDSFVSLSTLQ
EVLSEKAYILFFSRSNQRPASAKTLVTSNGTTSHEVNGCETSNPQKFIGPLNGFNMKPQAEQSFQKGNLASSKPHKFIRP
KPRAEQAPLEDNLLSSKVEKAPLRPHAKVSISVNLGAKRVSPVNGRLSFHQDENIAPKANKENSVSVLPTKVNSGTERKF
GTENGGNGVKENGSAPGSSNHKVALHPHERSNGSSNGGDHHKDNLHPCGSNGSQNGTAHPETERNGVSTTQSKGLCSSTK
EDPCILLRKDESSRNELEAIKESLKKDALSHLRSCGWYDKVLISMHAKKRLRTEQSGGEDGSDLKRRLIEDVKSSLKSQI
PEELKADLVNRIWEISKKKYS*                                                          
>Atha_AT3G49600                                                                 
MSRPNTRNKNKRQRPDAVDSSSQILRKIHEANDVTDDDINQLFMIWKPVCQGCRVNTRDNPNCFCGLVPPLNGSRKSGLW
QKTSEIIQSLGPDPTLDRRDSESTPAGLTNLGATCYANSILQCLYMNTAFREGVFSVEVHVLKQNPVLDQIARLFAQLHA
SQKSFVDSDAFVKTLELDNGVQQDTHEFLTLLLSLLERCLLHSGVKAKTIVQDLFSGSVSHVTTCSKCGRDSEASSKMED
FYALELNVKGLKSLDASLNDYLSLEQLNGDNQYFCGSCNARVDATRCIKLRTLPPVITFQLKRCIFLPKTTAKKKITSSF
SFPQVLDMGSRLAESSQNKLTYDLSAVLIHKGSAVNSGHYVAHIKDEKTGLWWEFDDEHVSELGKRPCNEASSSTPQSES
NGTASSGNITDGIQSGSSDCRSAIKSEVFSSSDAYMLMYSLRCDKQENQEGQKENPIDITKGEVKQLKGGYLPKHLSEWI
NNMNAVFLESCKQYNLRKEKELNALTERRQEVRTILSEAAVQSLEEQYFWISTDWLRLWADTTLPPALDNTPLLCSHGKV
HASKVNCMKRISELAWIKLESKFNGGPKLGKGDYCRDCLMDGARMVVSSDSYRDRRTFMKSIANDVLSGKCEDGMYYISR
AWLQQWIKRKNLDAPTEADAGPTNAITCNHGELMPEQAPGAKRVVVPENFWSFLFEDALKVMSEDTLDCTCFPVDSSQCC
HCTEVLSEVACFEDSLRTLKVKQRQNHEKLATGKGIPLTPQSRYFLLPSPWLVQWRIYINMTGKNSSSAPEPERLDGVIN
TLKCKKHTRLLERLPELVCRRGSYFQKNPSTDKLTIIPELDWKYFCDEWGGLMENGISAFIEVGNTDQSSSPDVIDLEKD



SSPDDNMDVDAQQLILRASPEICEECIGERESCELMQKLSYSEGDVFVCFVRGKEAPKAMLEASDSSFEVDRRTSKRSRR
TNYGNLTSLKVSATTTVYQLKMMIWELLGVMKENQELHKGSKVIDQESATLADMNIFPGDRLWVRDTEMHEHRDIADELC
EKKPGAQDIEEGFRGTLLTGNISSEAC*                                                    
>Atha_AT3G47910                                                                 
MGQKKKTSASRSKQPPSSTAVTVVEVEPSEISACSFNDGGFSGPDANGEPLDSSVVKLECEKALKSFGRGSYNKAIRLIK
DSCSRHQDSALIHRVQGTICVKVAAVYEDLATKQKYLRNAIESARKAVELSPNSIEFGHFYANLLYEAANEGKREYEEVV
QECHRALSIEYPIDPARESLQDETQLKILTPEARIAHFQDELRSLIQKSNIYSLSTWMQTLGNGEEKFRLIPLRRMAEDP
IESNLIQSRRPNEIKKSTKTNEERRKEIEVRVAAHRLLQQKSESSPSENVEAVNNKGSDSALAAGPRSGERRKHGNARKN
GSTADRRDRVRSYWDSLSKEMKKEFLRVKFSDLKSHFSGSKDGQAYEIVSEALSFCEANKTWRFWACCRCSQNFIESEAH
MHHIVQAHMGNVLPKMQMVLPQIVDTERIDMLFKSPWKPLDLSATLKLLRSQQKIQNSEFDEFHSGDNMDGGDDCFKDAW
NDTTPDGDTCNGWNENESEEEVKLSIAFPPPDGWPISDDPERAKLLEKIRAAFEQLIRHKYLAASHHDKVIQFTLDELQN
LPSVSQFLNRGLNKSPLCICFLGASHLSKILKFLQDLSQACGLSRYSEQSNPHDEINFGDLGREVTEEILLDSEDSCLLM
DEKLLGTECIQEKYMGSAFNNVTIASSGDIANGNDVSSGADGFLSWIFTGPSSEEQVVSWMRTKEDKTNQGLEIMQHLEK
EFYHLQNLCERKCEHLSYEGALQTVEDLCLEEGRKRETSAEFTHESYETVLRKRREELNESDHELLFISSRFELDAITNV
LKDAETLNHNQFGYEESYGCTSSQLRDLESGEADEWGIKDSLHEADSFIEIAIQKQKEQLSAELSRIDAQMMRNVTGMQQ
LELKLGPVSSNDYQIVLLPLVKSYMRAHLEALAEKDATEKSDAAREALLVELALDSKKEARGRNDNSKNTLEKSKDKKKI
KDTRKVKDMKATIGSDHRSNADSVEHSPLPVAPVGDHSEADIVSEAVEALKEEEEEYKRQIELEEEERKLEKTLEYQRRI
EDEAKEKHMAEQQKKYSSSVPMNVAKTVYNGCTDNEVDYLVLQGQEKSINQEKRNGRLDDLEGASVNTNGVFPSTNHSAI
SDTAKVQNVKSQKVVPNGTAMQAGIFQSDQRTGRRTRRQKASNKLADGKYPVTPPETENSKSQLSGTNGERHSETLRNNG
DVGTKTLRQLQAEDDDEERFQADMQRAVLQSLDVYQGGRNMASCLRTPLEVNNDGGLSDDTMESRSSTGVTIFGTGLQNE
VGEYNCFLNVIIQSLWNLELFRAEFLRSSTREHHHVGDPCVVCSLYEIFTALSAASSEKQNEPVAPSSLRIALSNLYPDS
SFFQEAQMNDASEVLAVIFDCLHRSFAQSSSVSDVDSSDSNCTGSWDCANRTCIAHSLFGMDIFEQLNCYSCGLESRHLK
YTSFFHNINASALRTMKVTCAENSFDELLNLVEMNHQLACDPETGGCGKLNHIHHILTTPPHVFTTVLGWQNTCETVEDI
AATLAALNTEIDISIMYRGLDPKSTYSLVSVVCYYGQHYHCFAHSREHDQWIMYDDKTVKVIGSWIDVLSMCERGHLQPQ
VLLYERR*                                                                        
>Atha_AT3G21280                                                                 
MVIKPDPNQPGSTHPVRILAYIETKKEEEGKFFFFDIACLGFKKEINLVSLQHQTMLTVSVKWQKKVFESIEIDTSQPPF
VFKAQLYDLSGVPPERQKIMVKGGLLKDDADWSTLGLKNGQKLMMMGTADEIVKAPEKGPVFMEDLPEEQQAANLGYSAG
LVNLGNTCYMNSTMQCLISVPELKSELSNYQSARTKDVDQTSHMLTVATRELFSELDKSVKAVAPMPFWMVLQKKYPQFA
QLHNGNHMQQDAEECWTQMLYTLSQSLKLPSPSEDPDAVKALFGLNLLNRLHCQESSEESSETESVFSLKCHISHEVNHL
HEGLKHGLKGELEKTSPSLGRTAVYVKESLIDSLPRYLTVQFVRFFWKRESNQKAKILRKVDYPLELDIYDLCSEDLRKK
LEAPRQKLRDIEGQKLGLQASAKSSSKGDDVKMTDAEGSSNQSGESSTGDQQEGASPHMTGIYDLVSVLTHKGRSADSGH
YVAWVKQESGKWVQYDDANTSLQRGEDIIKLSGGGDWHMAYIVMYKARLISM*                           
>Atha_AT3G47890                                                                 
MGQKKKAPAPLDSALIKLECEKALKSFGRGSYNKAIRLIKDSCSRHQDSALIHRVQGTICVKVAAVYEDLATKQKYLRNA
IESARKAVELSPDSIEFGHFYANLLYEAANDGKREYDEVVQECHRALSIENPIDPAKESLQDETQLKILTPEARIVHVQD
ELRSLIQKSNISSLSTWMNNLGKGEEKFRLIPIRRMAEDPIESNLVQTRRPNEIKKANKSIEEIRKEVEVRVAAARLLQQ
KSECENVGAVDNKGSDATLGSGKRSGERRKHGNARRNGSTADRRDRVKSYWDSMSKEMKKQLLRVKLSDLKSHFSASKDG
NENEIISEALSFCEANKTWRFWVCCQCSEKFIKSEAYMHHIVQVHMGNVLPKMQMVLPQSFDTERIDMLLTSPWKPLDLS
AAVKWLRSRQKIQNSEFSEFHAGDNMDDGDDCFKDARNDTSPEKESLGDSCKGCDENDPEEGKLSITFPPPDGWPISDDP
ERAKLLEKIRAAFELLIRHKYLAASHHDKVIQFTLDELQNLASVSQFLNRSLNQSPICICFLGASQLRKILKFLQDLSQA
CGLSRYSEQSNPNDEFNFGALCREVTEEILLDGEDSCLLLDEKLLGTECIQEIYMGSALHNVAVASSGDIANGNDVSSGA
DGFLSWIFTGPSSEEQVVSWMRTKEEKTNQGLEIMQHLEKEFYHLQNLCERKCEHLSYEGALQTVEDLCLEESRKRETSA
EFTHESYESVLRKRREELNENDLELVFISSRFELDALTNVLKDAETLNHNQFGYEESYGCTSSQLRDLESGEADEWGMKD
SLHEADSFIEVAIQKQKEQLSAELSRIDAQMMRNVTGMQQLELKLGPVSSNDYQIVLLPLVKSYMRAHLEALAEKDATEK
SDAAREALLFELALDSKKEGRGRNDNSKHTLEKSKDKKKIKDTRKLKNLKATIGNDHRFNGDSIEHSLLSVASFGDHSEA
DVVSEAIEALSDEEEEYRRCNELEEEERKLAKTLEYQRRIENEAKEKHIAEQKKKYSCSDPMNVTEAVYDDCIENFFDDA
DLQEQEKPINQEKWNKQLDDLEGAKVNINGVFPSTNHCVISDTAKVLDVISQEVVPNGIAIQAGVFQSDQRPGRRGRRQK
ASNKLVDGKYQVTLSESEDSKSQRSGTDSERQSETLRSNGDAGPKTLRQLQAEDDEEERFQADLKRAKLQSLDVYRGRRN
MTSCLRTSLEDNNDWVLSDVTKESQSSPGVAIFGTGLQNEVGEYNCFLNVIIQSLWNLGMFRAEFLRSSTLEHHHFGDPC
VVCSLYAIFTALSTASSETRKEPVAPSSLRIALSNLYPDSSFFQEAQMNDASEVLAVIFDCLHRSFAQSSSVSDTESAES
NSTGSWDCANRSCIAHSLFGMDVSEQLNCYSCGLESRHLKYTSFFHNINASALRTMKVTCAENSFDELLNLVEMNHQLAC
DREAGGCGKRNHIHHILTTPPHVFTIVLGWQNTCETVEDIAATLAALNTEIDISIMYRGVDPKNTYSLVSVVCYYGQHYH
CFAYSHEHDQWIMYDDQNVKVIGSWSDVLSMCKRGHLQPQVLLYEKKL*                               
>Atha_AT3G20630                                                                 
MELLRSNLSRVQIPEPTHRIYKHECCISFDTPRSEGGLFVDMNSFLAFGKDYVSWNYEKTGNPVYLHIKQTRKSIPEDRP
LKKPTLLAIGVDGGFDNNEPEYEESYSIVILPDFVSLPFPSVELPEKVRIAVDTVVNAVGAERKEQVAAWTAEKKLISEH
ALTLQQIKSGIVIPPSGWKCSKCDKTENLWLNLTDGMILCGRKNWDGTGGNNHAVEHYKETAYPLAVKLGTITADLEAAD
VYSYPEDDSVLDPLLAEHLAHFGIDFSSMQKTEMTTAERELDQNTNFDWNRIQESGKELVPVFGPGYTGLVNLGNSCYLA
ATMQIVFSTHSFISRYFSHQSLKMAFEMAPADPTLDLNMQLTKLGHGLLSGKYSMPATQKDATTGDPRQEGIPPRMFKNV
IAASHAEFSSMRQQDALDFFLHLVGKVERASNTTPDLDPSRSFKFGIEEKILCPSGKVGYNKREDCILSLNIPLHEATNK
DELEAFHKQKAGKGLEENDMRSSDEIVRPRVPLEACLANFASSEPIEDYYSSALKGMTTAIKTTGLTSFPDYLVLHMRKF



VMEEGWVPKKLDVYIDVPDVIDISHMRSKGLQPGEELLPDGVPEEVMESAQPVANEEIVAQLVSMGFSQLHCQKAAINTS
NAGVEEAMNWLLSHMDDPDIDAPISHQTSDIDQSSVDTLLSFGFAEDVARKALKASGGDIEKATDWVFNNPNASVSDMDV
SSSNSAQTPAQSGLPDGGGKYKLFGIVSHMGTSVHCGHYVAHILKEGRWVIFNDDKVGISTDPPKDMGYVYFFQRLD*  
>Atha_AT3G11910                                                                 
MTMMTPPPLDQQEDEEMLVPNPDLVEGPQPMEVAQTDPAATAVENPPPEDPPSLKFTWTIPMFTRLNTRKHYSDVFVVGG
YKWRILIFPKGNNVDHLSMYLDVADAANLPYGWSRYSQFSLAVVNQVNNRYSIRKETQHQFNARESDWGFTSFMPLSELY
EPTRGYLVNDTVLIEAEVAVRKVLDYWSYDSKKETGFVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDAPTAS
IPLALQSLFYKLQYNDTSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQKLFEGHHMNYIECI
NVDYKSTRKESFYDLQLDVKGCKDVYASFDKYVEVERLEGDNKYHAEGHDLQDAKKGVLFIDFPPVLQLQLKRFEYDFMR
DTMVKINDRYEFPLQLDLDREDGRYLSPDADKSVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFDDERVTKEDV
KRALEEQYGGEEELPQNNPGFNNPPFKFTKYSNAYMLVYIRESDKDKIICNVDEKDIAEHLRVRLKKEQEEKEDKRKYKA
QAHLFTTIKVARDDDITEQIGKNIYFDLVDHEKVRSFRIQKQTPFQQFKEEVAKEFGVPVQLQRFWIWAKRQNHTYRPNR
PLSPNEELQTVGQIREASNKANNAELKLFLEIERGPDDLPIPPPEKTSEDILLFFKLYDPENAVLRYVGRLMVKSSSKPM
DIVGQLNKMAGFAPDEEIELFEEIKFEPCVMCEQIDKKTSFRLCQIEDGDIICYQKPLSIEESEFRYPDVPSFLEYVQNR
ELVRFRTLEKPKEDEFTMELSKLHTYDDVVERVAEKLGLDDPSKLRLTSHNCYSQQPKPQPIKYRGVDHLSDMLVHYNQT
SDILYYEVLDIPLPELQGLKTLKVAFHSATKDEVIIHNIRLPKQSTVGDVINELKTKVELSHQDAELRLLEVFFHKIYKI
FPSTERIENINDQYWTLRAEEIPEEEKNIGPNDRLIHVYHFTKEAGQNQQVQNFGEPFFLVIHEGETLEEIKTRIQKKLH
VPDEDFAKWKFASFSMGRPDYLLDTDVVYNRFQRRDVYGAWEQYLGLEHIDNAPKRAYAANQNRHAYEKPVKIYN*    
>Atha_AT5G10790                                                                 
MSARISFLKNPDPCNHLSDYKLRYGTDGYKSFNNLFRCFNDARIKIKLQGIDIPRCSYCSVYQKRLYICLICRSISCSSH
ILLHTQLNKGHDIAIDVERSELYCCACIDQVYDSEFDEVVVSKQLFGLGMSVKSGADVVAVRSNKKRRLDSQLIIGSNFL
VSPRDRREKWTFPLGLRGLNNLGSTCFMNAVLQALVHAPPLRNFWLSGQHNRDLCPRRTMGLLCLPCDLDVIFSAMFSGD
RTPYSPAHLLYSWWQHSTNLATYEQQDSHEFFISLLDRIHENEGKSKCLYQDNEECQCITHKAFSGLLRSDVTCTTCGST
STTYDPFIDISLTLDSMNGFSPADCRKNRYSGGPSVNAIMPTLSGCLDFFTRSEKLGPDQKLNCQSCGEKRESSKQMSIR
RLPLLLCLHVKRFEHSLTRKTSRKIDSYLQYPFRLNMSPYLSSSIIGKRFGNRIFAFDGEGEYDSSSSSSPSAEFEIFAV
VTHKGMLESGHYVTYLRLKGLWYRCDDAWINEVEEEVVRGCECYMLFYAQETVIQKAHKELSYQVISMADAFPFADC*  
>Atha_AT5G61950                                                                 
MASSFKKDVMAERLYKDAEDLIAKGNHIKALEILEDLISIHWNANDAWLLHIEQGNVFVDLAEKAEDRDMEVAYLLGCVA
CFSQHVTVFELCAQSLFMLGRNLASVSHYKKCLKKAREALSDSNSKKLSSSTPVAFRAIVSRKKKDLEGFIEDAESMIAA
SKTSPLQKPEPKVRDPEKTPEPSKDDFQRFRSYWVGLDVKIKRDFLKVSIAKLTSFVGGIRKRKAQEALEQALASKKDRK
WTFWMCRTKCSKRCSSVEECRKHFEQQHDADFKPSSEKDIVKRIGNNWARKISLGGWEPVDAVAAVEMIKNQLADVKAFA
SKSKNGWSYEWPLAVDEERKQLLQEIKLLLVSFCELKILSGSMRDWVMHFPVKYLAKLEVSKQGLIDSHLSETPQSICFL
ECHELTRILDFLKTIKCKRNDGTDQVCTAVDSVLGRIQVKVKIDFDPQFSFLLLDKRLLKINDVQFDDDEGTINVLDPSA
HYAKAPVHGDDIISWLTDYNSVDKTFPRPIREHNLDIWLAVLKAVQFTCRTLGNKYAKKVQVVDYDAALTDVENMCVSEN
ERRKNLPEDQWSRYASLLCDVCEERVPKNSLTTKLFVRAVRDVFEGALHPTLDFLDLEDCLNFIREHKSLSDDKVLQAID
LLKSVVTQKVLLMDTKILLIDNSRISLLNNLTRLSAFDNRTYILQLLKPFLLNEIVNMESKAKSDAAEADLLNELEKEKL
QPKEKPQSKEKPQSKKRRDRTKKKPSTSISSLLDKTVEHKPESTSPSLRTVEEDSMEPEDALASETGRLEISSKTEIQEE
ATKDDPDMHSRHGEDPLSDHLESAAGEAAARYNSALDMTLKALLSIKIFKEDLMQNSQQIQDQRQEQVPTALQNLFTAVV
SEAIQDEGVYSCLLSDFLTSQEEFLSMSSDAAKVVVAVLNLWRCWKNPERESLVTRLFTLVENKRMSCRKCRRITNSPVQ
SSYGIVMAADSIRELKCAFGNIKFVDILKLIRLGYKMLCDNKKGGCGKKSYVDHIIRRCPPIFTIVLEWEKSETEKEISE
TTKALDWEIDISRLYEEGLETNTNYRLVSMVGCGEGEEEHVCLAYEKNRWVNLRRECFAGEDVGDWKNVVRFCGERKVRP
EILIYESVRLMA*                                                                   
>Atha_AT5G46740                                                                 
MAEFSDPPPSNLSSSHKLTKPNQTLDESSPTAPIRDLVTNSLSLSSPIRQIQALSPAKPDGSSSSPPDKTLNFNPEENRD
VNPDESSSSPSDKTLIAPPAQISPVSNNNHLRITNTSDSYLYRPPRRYIEYESDDDELNKMEPTKPLQLSWWYPRIEPTG
VGAGLYNSGNTCFIASVLQCFTHTVPLIDSLRSFMYGNPCNCGNEKFCVMQALRDHIELALRSSGYGINIDRFRDNLTYF
SSDFMINHQEDAHEFLQSFLDKLERCCLDPKNQLGSVSSQDLNIVDNVFGGGLMSTLCCCNCNSVSNTFEPSLGWSLEIE
DVNTLWKALESFTCVEKLEDQLTCDNCKEKVTKEKQLRFDKLPPVATFHLKRFTNDGVTMEKIFDHIEFPLELDLSPFMS
SNHDPEVSTRYHLYAFVEHIGIRATFGHYSSYVRSAPETWHNFDDSKVTRISEERVLSRPAYILFYAREGTPWFSSTFEQ
LKTVFEATPLHFSPVSVLDNSYESVDNSSKACNDSVGVSIPDVKWPDSCCQEPKEEVFHSAESSNNEDSSAMIDALGSPQ
SEKPFAETSQQTEPESCPTENKAYIDKSEKPFAETSQPKEPKPFADRASIDAPLLKVQNQDISPKRKAGERATLGGPKLK
YQKPNSHQKRQGTFQIQRAHLQTKKQEESRKTKRPLFRSNVAASAPDPKYKNHALSYLNRAQTPRARKLANALSDSPTKK
KKSSNMRRSIKL*                                                                   
>Atha_AT5G57990                                                                 
MEVATSSTEITIQTDRDPSSNNNGSCAVASSTASAVFRKIEFHPARKPFNGFSNGRSDFKIETLNPCSSNQRLLSAPSAK
KPDSSDLLEHGFEPDLTFSITFRKIGAGLQNLGNTCFLNSVLQCLTYTEPLAATLQTAAHQKYCHVAGFCALCAIQKHVR
TARQANGRILAPKDLVSNLRCISRNFRNCRQEDAHEYMINLLECMHKCSLPSGVPSESSDAYRRSLVHKIFGGSLRSQVK
CEQCSHCSNKFDPFLDLSLDISKADSLQRALSRFTAVELLDNGAKVYQCERCKQKVKAKKQLTVSKAPYVLTVHLKRFEA
HRSEKIDRKVDFTSAIDMKPFVSGPHEGNLKYTLYGVLVHYGRSSHSGHYACFVRTSSGMWYSLDDNRVVQVSEKTVFNQ
KAYMLFYVRDRQNAVPKNSVPVVKKESFATNRASLIVASNIKDQVNGSTVIKECGFGALVANGLAPLKSCGPSTPAVLTQ
KDLNAKETQNNAISNVEAKEILETENGSAPVKTCDLAAPTVLVQKDLNTKEIFQKEVPLPQANGEGSLVKEDSKAACLIL
PEKVSPHLDGSANAQTLVKLPTLGPKAENSVEEKNSLNNLNEPANSLKVINVSVGNPPVEKAVLIDQTMGHHLEESATSI



ESLKLTSERETLTTPKKTRKPKTKTLKVEFKFFKLALGLRKKKVQRRERLSTTVAGEIISEELLSKKRVKYQDTSLIAPS
KMISSSDGAVTSDQQQPVGSSDLSEASQNAKRKRESVLLQKEAVNILTRGVPETVVAKWDEEISASQKRGSKSEGASSIG
YVADEWDEEYDRGKKKKIRIKEESYRGPNPFQMLASKRQKETKKKWTQSITDAKTAYRI*                    
>Atha_AT5G65450                                                                 
MMLVFLLIRRQWRSASVRREEVIRLIALATEESYLAEEVRPATVDYGGDSVSDVYRCAVCLYPTTTRCSQCKSVRYCSSK
CQILHWRRGHKEECRSPDYDEEKEEYVQSDYDAKESNVDFPSRGTAYESSSNVSVDVACDMSTSRPSIHKVQPRSEAVDF
TTSLNIKDNLYETRPLSRKKSRNRTDKVESASNYSKGKTDAKLRKLGNQNSRRSGDSANMSISDQFLSVGFEEEMNALKH
ERITSEPSSASAAMSSSSTLLLPSKANSKPKVSQASSSGLKTSVQKVVQHFRPPQSSKKSQPSSSIDEMSFSYELFVKLY
CDRVELQPFGLVNLGNSCYANAVLQCLAFTRPLISYLIRGLHSKTCRKKSWCFVCEFEHLILKARGGESPLSPIKILSKL
QKIGKHLGPGKEEDAHEFLRCAVDTMQSVFLKEAPAAGPFAEETTLVGLTFGGYLHSKIKCMACLHKSERPELMMDLTVE
IDGDIGSLEEALAQFTAYEVLDGENRYFCGRCKSYQKAKKKLMILEGPNILTVVLKRFQSDNFGKLSKPIHFPELLDISP
YMSDPNHGDHPVYSLYAVVVHLDAMSTLFSGHYVCYIKTLDGDWFKIDDSNVFPVQLETVLLEGAYMLLYARDSPRPVSK
NGGRKSKQRRNLAAIPSRKGNKKQRDGDNNSLLPRVDWSSGSLSSMFSSSDTTSSCSTKDSSGIENLSDYLFGGVEPVWK
WDRHNKSQTFD*                                                                    
>Atha_AT5G51530                                                                 
MMKPSFLEDVEVIKLITKSREEFVKGNHCKALEILEDLIFDHKKDKDSWFLHIKQGTMFVKLEDITENPDVGFAYLVASV
QCYSQDVILSRLCAMGFYNLAKQLGSVSYYKQCVKKSKQDLSVTYPENTSPVARSMLQELKKDMNKEFNTLIRDAERMIA
GAKTSPLSSESKVWEPKKSSDLVDDEIQELRSYWMGLDIKIKRDFMKVSIAKLKSFVEGVHNREGRDVFEKVLTSAKADR
KWTFWMCRSKCLKKLSSAEECKNHFEQQHDADFKNASKKDMVQRIGKDWARKISVGAWEPVDTVAAVEMIKNRLADVKAF
APKNGWSEEWPLAADEDRSKLLKEIKLLLVSLCDHKILPSSIREWLMRFPVQHLAKLDVSEQSLIDSHLVGTPQSICFLE
SHELNQILDFLKTIKCKRNDGTDLVCRAVNSFLDHTRVKEKIDFDPQFSFLLLDKRLLKCKDVPFDDEGTINVFDPNAHY
AKAPAQGDDIISWLTDYNSVDTIFPRPIREHNFGIWVAVLKAVQFTFSFLGKKYAKKYLVLDYDAALTVVENLCMSEDER
RKNLLEDQWNKYASLLCDSCEERVSENSITANFFLWAVRDVLQGASHPTFDFLDSEDCMNLIRQRKSLGDDIALKSIHHL
KSVVTHKVLLIDSKILLIDNSRITLLTNLTRLSAFDNRTYILRLLKPFLLNEIVNMESNAKSDIAAAYLLLEEEKKSRSK
KKKNNKRNSTSLSTPLDKTVEHEPSVDLEPGVTSPSLKIVKEDFMEPEDTRAGERGRLEISSNTDNQEEATKFDPDMQNM
PREDSLSEHMESASGEASARYNSALDMTLKLILDLFTFLFSLISSQKHVVLQALLNIKILKEYLMHNMQPFQDHLEEPVP
SALQTLFTAFVSEDIKIEGVYSCLLSDLLVSVEEMFSMVCVEKLSDADAAEVVVAIFEFWHCWKYRERESLVTRLFTLEE
NERMSCIKCRSRPNYPEQRSHGIVVAADSIRDLKCALGNMKFVDILKVTRMEYKMLCDTRSGGCGRTNIVHHIISRCPPI
FTIVLEWEKSETEKEISETTKALEWEIDISRLYEGLEPNTNYRLVSMVGCSEVEEEHICIAYEKNRWVNLKRESLVGEDI
GNWKSVVRFCGEKKVRPEILFYEAARWMA*                                                  
>Atha_AT5G06600                                                                 
MTMMTPPPVDQPEDEEMLVPNSDLVDGPAQPMEVTQPETAASTVENQPAEDPPTLKFTWTIPNFSRQNTRKHYSDVFVVG
GYKWRILIFPKGNNVDHLSMYLDVSDAASLPYGWSRYAQFSLAVVNQIHTRYTVRKETQHQFNARESDWGFTSFMPLSEL
YDPSRGYLVNDTVLVEAEVAVRKVLDYWSYDSKKETGFVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDAPTA
SIPLALQSLFYKLQYNDTSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQQLFEGHHMNYIEC
INVDFKSTRKESFYDLQLDVKGCKDVYASFDKYVEVERLEGDNKYHAEGHGLQDAKKGVLFIDFPPVLQLQLKRFEYDFM
RDTMVKINDRYEFPLELDLDREDGKYLSPDADRSVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFDDERVTKED
LKRALEEQYGGEEELPQTNPGFNNNPPFKFTKYSNAYMLVYIRESDKDKIICNVDEKDIAEHLRVRLKKEQEEKEDKRRY
KAQAHLYTIIKVARDEDLKEQIGKDIYFDLVDHDKVRSFRIQKQTPFQQFKEEVAKEFGVPVQLQRFWIWAKRQNHTYRP
NRPLTPQEELQPVGQIREASNKANTAELKLFLEVEHLDLRPIPPPEKSKEDILLFFKLYDPEKAVLSYAGRLMVKSSSKP
MDITGKLNEMVGFAPDEEIELFEEIKFEPCVMCEHLDKKTSFRLCQIEDGDIICFQKPLVNKEIECLYPAVPSFLEYVQN
RQLVRFRALEKPKEDEFVLELSKQHTYDDVVEKVAEKLGLDDPSKLRLTSHNCYSQQPKPQPIKYRGVDHLSDMLVHYNQ
TSDILYYEVLDIPLPELQGLKTLKVAFHHATKEEVVIHNIRLPKQSTVGDVINELKTKVELSHPDAELRLLEVFYHKIYK
IFPSTERIENINDQYWTLRAEEIPEEEKNIGPNDRLILVYHFAKETGQNQQVQNFGEPFFLVIHEGETLEEIKNRIQKKL
HVSDEDFAKWKFAFMSMGRPEYLQDTDVVYNRFQRRDVYGAFEQYLGLEHADTTPKRAYAANQNRHAYEKPVKIYN*   
>Atha_AT5G22030                                                                 
MNGTSPDESPDSTTQRIDSFNGEQRVYFVPLRWWKDAQDSMPSESVEKREILYTASCGSSYGGPMKLINNIFNSDILFDL
RREGDALQNGETGEASVSGRDFALVSSDMWLQALKCIRSNDSFMEFFVFSASVHSLENEFLKKRLRYHDDKNTEKGVKSF
SAGGVDRGDVYPVQLRLSVLQETNSLAWSARLSFDKMIKNLNWILDNSVECFRRACKIFSLDSEQLRIWDISGQTTLFFE
SDVSNSKDCQQQADQEILLELQIYGLSDSIKLKESKKEDGSTQQTNGITNGMNGGTVFRFGRSNSLSFLGKAGEAGTLGL
TGLQNLGNTCFMNSSLQCLAHTPKLVDFFLGEYSKEINLDNPLGMKGEIALAFGDLLRSLWAPGASTVAPRTFKAKLARF
APQFSGFNQHDSQELLAFLLDGLHEDLNRVKNKPYVEAKDGDGRPDAEVADEYWRNHVARNDSIIVDVCQGQYKSTLVCP
ICKKVSVMFDPFMYLSLPLPCTSMRTMDLTVMSADGSSLPIPLTVNVPKFGKFEDLHKALVTACSLPEEETLLVTEVYNN
RIIRFLEEPTDSLTLIRDGDKLVVYRLKKDANNSPLIVYMHQKLEEQFISGKSSPTWKAFGIPLVSRLCDVENGSDVENL
YLKLLSSFKMPTEFFTENLENPTEEEATDKTDTDGTTSVEDTNSTDVKETTESLPDPVLRLYLTDDRGNSIEAEMLKEKP
VNKSKRLNVLARWPVKELDVYDTCLLSSLPEVSKSGTKRPQESVSLFKCLEAFLTEEPLGPDDMWYCPGCKEHRQAIKKL
DLWRLPEILVIHLKRFSYSRFMKNKLEAYVDFPLDNLDLSSYISYKNGQTTYRYMLYAISNHYGSMGGGHYTAYVHHGGD
RWYDFDDSHVHQISQEKIKTSAAYVLFYKRLVD*                                              
>Mgut_mgv1a024557m                                                              
MSDSSKVFLFGSFTEDEARSWQSETPPTTQKPVKIKELKNSPQNITPVLMFGSISAIPDLQLSNIHKGNNFSSEKPNTVI
LPTLSENGKVHNSDNKSSGDEKIVNGSKFSALHNKSSGDEKIVNGSKFSALHVSGNNNNSEIDVKPISKMANGNLNGPAA
EANHKESSWKTNIPVLDAQDILPRGLVNSGNLCFLNATLQALLACSPFVQLLQRLKASNIPKVGYPTLAAFAEFVGEFEL



VGGPNLKKKDTVELESGRPFRPSMFEGVLKKFTPDVPNSISGRPRQEDAQEFLSFVMDQMHDELLKLEGQSNLDGKNSLV
STSEGDEWETVGPKNKSAVTRTQSFVPSELSSIFGGQLRSVVKAKGNKASATVQPFLLLHLDISYDVIRTVEDALRFFSA
PETLDEYRAPTAGKVGVVAAKKSVNVQALPKIMILHLKRFGYGRNGSTKLHKAVYFPLELVLSRDLLVSSTME       
>Mgut_mgv1a008241m                                                              
MGAAGSKLEKALGGSLNYDFMLAIRCIEVSLWWISVNVWISGKSYYFLCKHGCALYFCVPFREQLLEYYSNNKNPADAEE
NLLTCLADLFLQISSQKKKTGVLAPKRFVQRLKKQNEIFRSYMHQDAHEFLNYLLNELVEILEKEAQATKTEPEGSEKIA
NGPTNISSNGSPEEPLITWVHKNFQGILTNETRCLRCETVTARDETFLDLSIDIEQNSSITSNLKNFSSTETLNADDKFF
CDKCCSLQEAQKRLKIKRPPQILVIHLKRFKYIEQLGRYKKLSYRVVFPLELKLSNTVEDTEAEYSLFAVVVHVGSGPNH
GHYISLVKSHNHWLFFDDENVEMIDESAVQTFFGSAQEYSSNTDHGYILFYERLITGSTS*                   
>Mgut_mgv1a001776m                                                              
MLEPRETELPALFLVFIVLPLVSYFLLGKWSESAKSKERLSVIAADESLQFNNMAVAAVMPPPVVHLPNGVVHQCARCSG
QATTRCSQCKSVRYCSGRCQILHWRQVHKLECQQLGKDLHRFEEMNSLLDDNNGEFSRTGTFSKPLEDSYVPEGDFFVSE
NHANKENVSHKTKSFNCSSERTLIKRSNKSRIVLSDNGIEMHKSPKSRAKVSKEPLHSDIINSKGQPANESRVASVTDNS
ANTGIMSMKKSVKIDHGQHLEERKMKMIFPYEEFVKCFQFEALNFTPRGLVNCGNSCYANAVLQCLTYTKPLIVYLLRQS
HSTAGCTKDWCLVCELEQFVQMLRENGGPLTPVNILIYIRSLNSQIGDGSQEDAHEFLRLLVASMQSISLESFGGENAVN
PVLQNTTFIQHTFGGCLRSKVKCLRCNHESERYESMLDLTLEIFGWVESLEDALTQFTSLEDLDGENMYRCPRCAAYVRA
LKQLKIQEAPNILTIVLKRFQEGNYGKINKCITFPEMLDMIPFMTGTDDIPPLYVLYAVVVHLDSYNASFSGHYISYVKD
LHGNWFRVDDTEVQPVESSQVMSEGAYILFYMRSSPRHTKSSNTKATGKNADYNSNISRGILVRENRSRSPSTLKNYIEE
FSDATTSTDYGSHLTTSSDDSSFTTESTRDSFSTETFPLSSIFHSWNIPEEYSTSSTRTISCSVLPAGSKPLTRFAREEK
GFVSVYGGTSYDDGVHDHVYYTSGAGEAAPQLTSYFSCTM*                                       
>Mgut_mgv1a001964m                                                              
MVKYCSGGCQKSHWDSGHKTKCKDLLRSKQTFALRGKKGSVVAMGGSSKIIKQSNKILFPYEEFIEFFNWDKPGYPPCGL
LNCGNSCFANVVLQCLAYTRPLVAYVLEKGHRSECQKDDWCFLCEFQIHVERASRSLHPFSPMNILSRLPNIGGNLGYGK
QEDSHEFMRFAIDTMQSVCLDEFGGEKAVHPSYQETTLIQHIFGGRLRSQVICAECDNVSNQFENLMDLTVEIHGDAGSL
EECLDQFTAKEWLHGDNMYKCDGCNAYVMAWKRLTIQRAPNILTIALKRFQSGRFGKLNKRVNFPETLNLSPYMSELEDG
NDVYKLYAVIVHVDMLNASFFGHYICYVKDFRGSWYRIDDSKVIILAPSLGLHSCMIYARPSCLLPTELLKKEESENVKI
TEVDSSLKQLAVDDSGQSLSANSPEDAILDNKIVLSDLSLPIVKDAELHNSDELPNAPKEEAASHIKHDTQQKATDTDFT
EVDAPTSESPSSITELVEELPNAPKEEVASHINHDTQQKATDTDFTEVDAPTSQSLSSITELVDELPNVPKEVAFDTKHD
TQQRATTTTLFDTDSTEVDAPVSQSPSSITELHEESSDACDVSSMAITTDEVRDEAHTAKSTPIPENVGHGESVPSSVNV
KNSGKNSNAKFKPLFAPGFLEKQPRKKCSNKLDSKLATESIDPKNRSSCENGGLMKEKPQTVHGNGKASIESDICNGYAN
GNYIEQNAVRGSS*                                                                  
>Mgut_mgv1a008070m                                                              
MHILTVLKRTTMSTLIFEQRKFIVFQTDMKLLTRLWMTFGTYSIQGMFARGQVGQIDQNRQWSRALDGSDYLPGMVGLNN
IKETDFVNVTIQSLMRVTPLRNFFLIPENYAHCKSQLVLRFGELARKIWHARNFKGQVSPHEFLQAVMKASKKRFRIGAQ
SDPVEFMSWLLNTLHGDLKSSIKGRSIIHQCFQGELEVVKEIHGDSGNGMETSRMPFLMLGLDLPPPPLFKDIMEKNIIP
QVPLFNILKKFDGETVTEVVRPRIARMRYRVTRLPKYLILHMRRFTKNNFFVEKNPTLVNFPVKNLELKDYIPLPAPVEN
RRLRSKYDLIANIVHDGKPGEGSYRVFVQRKSEELWYELQDLHVSETLPQMVALSETYMQIYEQQQ*             
>Mgut_mgv1a001469m                                                              
MLVIVVILLIFGAVVRRKWGNEAAKREEILRLVAAASEEEAEIAKIQAVDGYDFRPEPPPQQLEKKYYCAVCCCPTTTRC
AQCKAVRYCSGKCQIIHWRQGHKDDCLPATLLQASQESEFVVETATKNQSQIDFNTEAKFGFDPTQHLGDTGSSSSSSPC
FSSSSGSSEISFDASATKVLESNTPTRPDKLASDSVELKRSHSISDSDELDIPSLSPLNSTVSEVNYTPQANKIKRTKAA
KPDEGFQTTSIKDRRTCSGAAVLEGFVPHTTESKSFQSNSSLKTSSSMKAQPSSSTHLCKEKETRPMLSRSSENNKVCAK
MGSTQNLLSDSEGVQTLSQPTSNTLKTSVRKIVQHFKVPKQSKSYTFDTGKDSAYNHKMIFSPKLFIQLYSCTGLELHPV
GLFNCGNSCYANAVLQCLAFTRPVASYLLQGLHSKTCKYLFRGWCLICEFEHLIRKGQETNSPLSPVGILSQIQRIGSHL
SHGRQEDAHDFLRNVVDTMQSIWLEEACVSGSIAENSTLLGQTFGGYLRSKIKCMKCSRRSEQCDRMMDLTGLLRSSPYL
KHLVEMTNTFHCRCKSYEKAKKKLTVIEAPNILTIVLKRFRSGNSEKLSKPIQFPEFLNLAPYMSGKSDKYPIYNLYAVV
VHSNTMNAAYSGHYISYVKDFRGEWFRIDDTRVSRVDLATVLSVEAYILFYSRHTPRGPSLLTNIDVYSDGGKTKRNTEA
VSASTIPQKKNWKFKSSSSDWSTESPHDLTNNHILDYDKWGFRYKKNHILDSSSDNSSIFSASDAGSYSTDSTKDSSAED
LSGYIFGPRFYGP*                                                                  
>Mgut_mgv1a000513m                                                              
MTVMASPPPNEQEDEDMLVPRSGLVEGPQPREASEAAENTADNQPAEDPRTAKFSWKIEDFSRSSMKKLYSGVFDLGEYK
WRILIFPKGNNAEFLSMYLDVADSASLPYGWTRYAHFSLTVVNQVHSKYSVRKETQHQFNARENDWGFTSFMPLGELYDP
SRGYLVNDTCVIEAEVAVYKADPWSYDSKKETGFVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTNVNDMPSASISL
ALQSLFYKLQYSGNSVATKELTKSFGWDTYDAFLQHDVQELNRVLCEKLEEKMKRTVVEGAIQQLFEGHHMNYIECINVD
YKSSRKESFYDLQLDVKGCHDVYASFDQYVAVEHLDGDNKYQAEQHGLQDAKKGVLFIDFPPVLQLHLKRFEYDYVRDIM
IKINDRYEFPLQLDLDRENGKYLSPDADRTVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSSEWYKFDDERVTKEDMKMA
LEELYGGEEEHLMQANPGINNTHFKFTKHSNAYMLVYIRESDKDKIMCQVEEKDIAEHLRERLKREQEEKEQKKKEKAEA
HLYSIVKIGKHVFFDLVDHDKVRSFRVQKLMPFNIFKEEVAKEFGIPVQFQRFWLWAKRQNHTYRPSRPLTHFEEAQTVG
HVRDLCNKVQNAELKLFLEVELGPDLRPITLPDRVKDDILLFFKLYDPEKEELRYVGRLFVKDIGKPIDILTKLNEMAGY
APDEDIEIYEEIKFDPSVMCEHINKMSTFKSSQLEDGDIVCFQKSLPAEVSQRLRCPNVPSFFEYRHNLQVIHFRPLDKP
KEDAFCLQLSKLDTYDEVVERAAQQLGVDDPSKIRLTSNNSYSQQPKPHPIKYRGVDNLLDMLLHYNQTSDILYYEVLDM
PLPELQGLRTLKVAFRNATNNEMDIHNIRLPKESTVSDVLDDVRMKAKLSHPEAELRLLEVFTHRIYKIFSSSEKIESIN



DNYWTLRAEEIPEEEKNLGPHDCLIHVYHFMNEENQNQMKIQNFGDPFLLAIHEDETLAHIKNRLQKRLLVPDEEFSKWK
FASVSQGRAEYLEDSDILFTRLQRSGVAWEQYLGLEHIDNTPKRSTAANQYRPPYEKAVKIYN*                
>Mgut_mgv1a000551m                                                              
MTVMASPPPNEQEDEDMLVPRSGLVEGPQPREASEAAENTADNQPAEDPRTAKFSWKIEDFSRSSMKKLYSGVFDLGEYK
WRILIFPKGNNAEFLSMYLDVADSASLPYGWTRYAHFSLTVVNQVHSKYSVRKETQHQFNARENDWGFTSFMPLGELYDP
SRGYLVNDTCVIEAEVAVYKADPWSYDSKKETGFVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTNVNDMPSASISL
ALQSLFYKLQYSGNSVATKELTKSFGWDTYDAFLQHDVQELNRVLCEKLEEKMKRTVVEGAIQQLFEGHHMNYIECINVD
YKSSRKESFYDLQLDVKGCHDVYASFDQYVAVEHLDGDNKYQAEQHGLQDAKKGVLFIDFPPVLQLHLKRFEYDYVRDIM
IKINDRYEFPLQLDLDRENGKYLSPDADRTVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSSEWYKFDDERVTKEDMKMA
LEELYGGEEEHLMQANPGINNTHFKFTKHSNAYMLVYIRESDKDKIMCQVEEKDIAEHLRERLKREQEEKEQKKKEKAEA
HLYSIVKIGKHVFFDLVDHDKVRSFRVQKLMPFNIFKEEVAKEFGIPVQFQRFWLWAKRQNHTYRPSRPLTHFEEAQTVG
HVRDLCNKVQNAELKLFLEVELGPDLRPITLPDRVKDDILLFFKLYDPEKEELRYVGRLFVKDIGKPIDILTKLNEMAGY
APDEDIEIYEEIKFDPSVMCEHINKMSTFKSSQLEDGDIVCFQKSLPAEVSQRLRCPNVPSFFEYRHNLQVIHFRPLDKP
KEDAFCLQLSKLDTYDEVVERAAQQLGVDDPSKIRLTSNNSYSQQPKPHPIKYRGVDNLLDMLLHYNQTSDILYYEVLDM
PLPELQGLRTLKVAFRNATNNEMDIHNIRLPKESTVSDVLDDVRMKAKLSHPEAELRLLEVFTHRIYKIFSSSEKIESIN
DNYWTLRAEEIPEEEKNLGPHDCLIHVYHFMNEENQNQMKIQNFGDPFLLAIHEDETLAHIKNRLQKRLLVPDEEFSKWK
FASVSQGRAEYLEDSDILFTRLQPTEKWRGLGAVSWAGAHR*                                      
>Mgut_mgv1a023835m                                                              
MKYGRMNPRFLVTEACVPIAQNCSFPCAVSLEIDDPKEKQGRSISEEIVSQQDDGVFATKDRETCSQVSSKVVKGLKQKT
AEVSREGGSIVNSASIGVDSAHGRVGYAVVGLYSLGQTCFFNSVIQNLLAIDSLRVYFCKVEKDVGPVSGALRKIFLQTN
IGTGLREPIVPRSLFECLCIKAPQFRENQQDDSHELLRCLLDLLSHEEMQPRKHSKFSQAPIPGPTFVNDLFGGRISSTI
TCTKCQHSSTCYEAYLDLSLTVPAKRDQLVVLLVDGCLALFVEPEILSNDNGWHCENCSRVMREQRVVDSENLKVTTDAT
KRCSERVRFTYRLVGVVEHRGVMEGGHYIAYVRGTKDNGDCVWYCTNDIRIREVSLEKVLCSKACILFDERTRRSSDYHV
H*                                                                              
>Mgut_mgv1a005447m                                                              
MLTVSVKWQKELLSNVEIDTTQTPYVFKCQLYDLTGVPPERQKIMVKGGLLKDDADWSKVGVKEGQKLMMMGTADEIVKA
PEKGPVFAEDMPEEELVVAVGHSAGLMNLGNTCYMNSTVQCLHSVPELKSALIQYPPPVRSNAVDQSSHSLAVATRELFN
DLDKNVKPVAPMRFLTALRSKYPQFAQLHNGIYMQQDAEECWTQLLFTLSLALKSPSSSEDADTVKRLFGVDLVSRVHCA
ESGEESTETESVYSLKCHISQEVNHLHEGLKHGLKSELEKSSPALGRTAIYSKDSRINGLPRYLTVQFVRFFWKRETNQK
AKILRKVDYPLELDVYDFCSDDLRKVLEVPRKHLRDEEGKKLGLKTNENSSTSSNTDVKMTDAEGSSNETGDSSKSAPGE
GVPPEKEKHLTGVYDLVAVLTHKGRSADSGHYVAWVKQENGKWIEFDDDNPIPQRAEDITRLSGGGDWHMAYICMYKARD
ISM*                                                                            
>Mgut_mgv1a000522m                                                              
MGNHRPATRSKNKRSRAEDNAEAITEIYRKILSNGEVSEDDVNQLFMIWKPFCQGCRVNTKDNPNCFCGLVPPPNGSRKS
GLWQKTSEIVNALGPDPSVDLRASSSTPAGLTNLGATCYANSILQCLYMNKSFREGVFSVEPEVLGEQPVLNNLARLFAQ
LHSSKMAFVDSAPFIQTLELDNGVQQDSHEFLTLLFSLLERCLSQSRVAKARTIVQDLFRGGVSHVTRCSKCGNESEASS
KIEDFYELELNVKGLKSLDESLDDYLSIEELQGDNQYYCDACATRADATRSIKLRSLPAVLNFQLKRCVFLPNTTTKKKI
TSVFCFPGELNMARRLSECSQLDLIYDLAAVLIHKGSAVDSGHYTAHIKDENTGEWWEFDDEQVSNLGQQPFGSTASLPA
AKTGKSEPVSSAYVNGVDAIENGNHLNSTQLQSLDSNGVNRVQTFSSGDAYMLMYVRRQSIINGERTSAQSGKHKMETEG
SVFLQETNSPLPSHLLKDVDMLNSTFLDSCERYKSKKEFELSCITKRRQEVRSILSEAPVLSLEKPYFWISTEWLRQWAD
SVTPLTIDNSSIQCLHAKVPVSKTNHMKRLSAEAWTTLFSKYDGGPTLAKSDYCADCIFEMGRNLVRANVYRDQKSLMKE
LAEAALSGKPLDGELYYISKSWLQQWLRRKNIDLPCDADSGPTASIRCPHGELMPELASGAKRILVPESLWNFIHQTAMT
VKPDDSVGRSTFRSNSEPCSSCSAELTEAAFSEDSLREFKLKQRQLHEKLAMNKNLALFPDTRYYLLPSSWLSKWRSYIN
ANGKNASSAELDTLNEVVDMLLCEKHCQLLERPPELLWKRELIFQKSAATDELTLIAEDDWRSLCGDWGGSESKCVSARI
EVDNVVEDGPTGSCKEMPIAEDDVNMSDEVNMTLLQRPIVKTSPEVCEECIGERESSELMKKLNYTNEDICVCLISGKDP
PKSILEASGSSLDSNRRTSKRSRKATYGNSVNLNVSGSTSIYQLKMMIWESFGVVKENQILHKGSNIIDGETACLADVNI
FPGDILWVTDSKIHENRDIADELSDPNSDAHKTEEGFRGTLLTSTMSSRGISEACLN*                      
>Mgut_mgv1a000425m                                                              
MTLLTPPPPPIDQAEDEEMLVPNADFVPEGPQPMEVAPVEATNAVDAPAVEETPSGRFTWAIPEFSKLNLKKQYSEVFNV
GGYKWRVLIFPKGNNVDHLSMYLDVADSTTLPYNWSRYAQFSLSIVNQIHSKFTVRKDTQHQFNSRESDWGFTSFMPLSE
LYDPGRGYLVNDTCIVEADVAVRRVVDYWSHDSKKETGFVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTEIDNPS
ASIPLALQSLFYKLQYCDTSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQKLFEGHHMNYLE
CINVDYKSARKESYYDLQLDVKGCKDIYASFDKYVEVERLEGDNKYHAEQYGLQDARKGVLFIDFPPVLQLQLKRFEYDF
VRDTMVKINDRYEFPLELDLDRENGKYLSPDADRSVRNLYTLHSVLVHSGGVHGGHYYAYIRPTLSDKWFKFDDERVTKE
DMKRALEEQYGGEEELPQTNPGFNNSPFKFTKYSNAYMLVYIRESDKEKIICNVDEKDIAEHLRIRLKKEQEEKELKKKE
KAEAHLYTIIKVARDADLVEQIGKEIYFDLVDHDKVRNFRIQKQLSFNTFKEEVAKEFGIPVQLQRFWLWAKRQNHTYRP
NRPLTPQEEAQSVGQLREVSNKANNAELKLFLEVAFGVDLRPIPPPEKIKEDILLFFKLYDPLKEELRYVGRLFVKGKSK
PMENFEKLNEMAGFAPDEEIELFEEIKYDPHVMCERIDMKLSFRDSQLEDGDIICFQKSSQGQSSEECRYPTVPAFLDYV
HNRQMVRFRSLEKAKEDEFSLELSKQNNYDEVVQSVARHLGLEDPSKIRLTPHNCYSQQPKPQPIKYRGAERLTDMLVHY
NQISDILYYEVLDIPLPELQGLKTLKIAFHHATKDEVVIHTIRLPKQSTVGDVISDLKTKVELSHPDAELRLLEVFYHKI
YKIFPLHEKIENINDQYWTLRAEEIPEEEKNLGALGPLDSCVPFYERSCSESSCKFRFKEGKSLLTEIRHAGLHACLFHY
TVFVSFNQNDVHMAPLFVSLQQVQNFGDPFFLAIHEGETLEEVKIRIQKKLRVSDEEFSKWKFAFLSLGRPEYLQDSDIK



RDVYGAWEQYLGLEHSDNTPKRSYAANQNRHAYEKPVRIYN*                                      
>Mgut_mgv1a001603m                                                              
MELLRSNLSRVRIPEPTNRIYKDECCISYDTPKSEGGLYVDMNSFLAFGKEFVDWNYEKTGNPVYLHIKATRKLVPEDRP
SKKPTLLAIGIEGGFDNNDPDYEQSYEIVILPDYATLPFPSVELPEKVRLAADAVIMSVGAGKKEQIAAWTADTKIVSKH
AMELKQLDNGVIVPPSGWKCEKCDKNENLWLNLTDGSILCGRKNWDGTGGNDHAVNHYNVSRYPLAVKLGTITADLEAAD
VYSYDEDESVVDPLLAQHLQHFGIDFSSLQKTEMTTAERELDQNTNFDWNRIQESGQEVEPLFGPGYTGLVNLGNSCYLA
ATMQVMFSTRSFCSRYYSDQSLKVAFDTAPADPTVDLNMQLTKLAHGLLSGKYSIPSTKKQEGVPPQMFKSVIAAKHPEF
STMRQQDALEFFLHLIDQVERVNTGNPIFDPSRSFKFGIEERLQCPSGKVAYNKRYDYILSLSIPLHRATNKKELEDFQK
LKAEKDAKGEELSSNEIVRPRVPLMDCLECFSAPEELHDFYSTALDAKTTATKTAGLTSFPDYLVLHMRKFVLEEGWVPK
KLDVYIDVPDTIDISNMRSKGLQRGEELLPDSAVEDVGINANEDIVNQLVSMGFQYLHCQKAAISTSNVGLEEAMNWLLN
HMNDPDIDEPIAKAQKSASFIDPSKLETLISFGFDEDTARKALQASDGDIEKATEWIFNPPSGVSNMDTTPSSSGNAVDA
ALPDGQGKYRLIGLVSHIGTSTHCGHYVAHIYKNGRWVIFNDDKVGVSKNPPLDMGYLYFFERIDA*             
>Mgut_mgv1a001804m                                                              
MGMLQMTWQPSLLKSLKRKHGSPPLGLKNLGNTCYLNSVLQCLTYTPPLANFCIRFLHSSACDFGPGKEKKGECPFCMLE
KRIYRSLSSEAVSDAPIKINSCLSIYAEHFRTGRQEDAHEFLRYVIDECHNTCIRLKKLQQQQRGKNGIANGGDIGGTGE
TVVKEIFGGALQSQVKCLSCGAESNKVDEIMDISLDILHSGSLREALQKFFQPEVLDGNNKYKCDNCKELVVARKQMSVV
QAPNVLVIQLKRFEGLFGGKIDKPIAFDEMLVLSSHMAKGSKDEHPEYNLFGAIVHSGSSPDSGHYYAYIKDALDRWYCC
NDSYVSVSTFEEVLSEKVYILFFSRTKQRPRIKVDVVANGSKSHESNGSKTSITQKSDCLDKPVCTVQVSNHHLELNDST
NGTRSFIQKPGCLENSVNMNMSNNHSETNNSTSNPTSNGTKTLQIQKSDGGTASMKELSDNPSEIYNSITSLASNYSNST
DVHNSGAFIEPVDTKESSNHHSQTSTSAKSKVDQGLSSHDRKFSDSVTTNRILAPGSIKNAVNNEESKERNGCKETSVTS
VEKDKTGLPIIKSNGVIKKSADVQILKRGLTSFRISSRENGHPAADTTERSSPVVNGFKSTNASDKSHNCRYIQNGDIMG
SNNSGMKRKIEDDRSCILLAEDDESRAKVDAFKQLIGKEASMFLRSCGWSAEVQNFMHARKKVCEEAADTASNDHEMKSL
MISQAKKSFLSKVPESLKARLVEQLRLFNQDEQSSGT*                                          
>Mgut_mgv1a004115m                                                              
MTDHQVLIFGSFTEDEVRSMQCQPQKNDVEFTFGSFDIETLRSVGIFNSKVTQIFPLKGSELSNPAGTPNVFFNPPSSAE
STSDLKVAFAEENGYISSACCGDSGAKEPKQGHIEPPAPASSDSACNSSITSIKEQPGIHSLREASSVNGVILENSANGI
HHVESKESIFRESNGSKIIPRNFLPRGLVNLGNLCFLNATLQALLSCSPFLELLHELRNRDIPEIGFPTLRAFVEFISNF
DVPSESICKKNEKTVLETGRPFRPIMFDSILKIFTPEIPDNLSGRPRQEDAQEFLSFVMHQMHDELLKLDGKVSNGNGTT
TSLVSSTDDESDCDNWETVGPRNKTAITRTQSFVPSKLSAIFGGQLRSVVKARGNKASATVQPFLLLHLNICPELVCNIE
DALRLFSAPETLEGYRTSAAGKGEVVTASKSVKIMELSEIMVLHLMRFSYGSQGSTKLHKTVHFPLELVVGHELLAFPSS
EARKYELVATITHHGRDPSKGHYTADARHPSGKWLRYDDASVTQIPESKVLHDQAYVLFYKQL*                
>Mgut_mgv1a004116m                                                              
MASSHEYWENESKFRNSKETRSMTTNKSSGNCQKLPIKTVSSHAISSEIEDASNLTQSTSKGLKTSVRKFVQNFRAPKPS
KSCTFDMVKDSGGNYNQKVIFPLKLFMQLYSCDDVELHPFGLVNCGNSCYANAVLQCLTFTRPITSYLLQGLHSKTCRKR
DWCFICKFEHLIQKGQETRSPLSPVGLLSLIQPIGREEDAHEFLRNVVDKMQSICLEEAGASGILAEDSTLMGLTFGGYL
RSKVKCMKCLGRSERCDQIMDLSVEIEGNIYTLEEALVQFTTSETLGGDDKYKCSRCKSYEKAKKKLTVLEAPNILPIVL
KRFRSGNLEKLNKLVQFPEVLNLSPYMSGTNDKYPVYHLYAVVVHLGVMGAAYSGHYVSYVKDLQGDWFRIDDSRVSHVN
LQTVLSSEAYILFYARHTPRGSSSVRNSTTYSDGKTKRSMEAISSSNNTKKKNPKSKPSSFNRNTEPTLPHQRPDWMSPN
DFTGNHVTDPERWLHRNPTVDSSSDSSSIFSVSDAGSYSTDSTKDSSADDISGYIFGPSWYHP*                
>Mgut_mgv1a000974m                                                              
MEERFVVFCQTNAPPPPPPPPLRDCFRFIYLMGEAAPPEPTLHYRRIDYQPQKRPFNGFANNKGFKLVCLNPNPNPEPHK
PSGSGNKCDKSSELTDIGLDPELNLEITFRRIGAGLRNLGNTCFLNSVVQCLTYTEPLAAYLQSGKHQNNCRTAGFCALC
AIQKHVSRALQSTGRILEPKDLVSNLRCISRNFRNARQEDAHEYMVNLLESMHKCCLPSGVPTESDNAYDKSLVHKIFGG
RLRSQVKCMQCSFCSNKFEPFLDLSLEIAKADSVHKALAHFTSKEQLDGGAKEYQCQQCKQKVKALKQLTVHKAPHVLAV
HLKRFSAHSPGQKIDKKIAFGPTLDLKPFVTGTHDGDLNYTLYGVLVHAGWSTRSGHYYCFVRTSSGMWYNLDDNQVYQV
NERKVLEQKAYMLFYVRDRRSFIPKKPVDIAPKENVSMNAILNGAYPKLNGVLKEKVHNDSIDKKMNASASAAVTVITTA
PKETPSKETPLQNLNGKMAIDNLGCKDSQPEKSQVVPQTKDPLKDHSTNNIKSVGHKGGSLSTFEVNGHAPETVLCNNGS
NVVEDRKEPGGTVLPECNVPQDSLHKKESSDSVAMKNPTETADQPPNGSILFITEDTCKIDGTNSEMCGSKTIPIATIAE
ESSKVNTISSQENSIDESQAGGSSEKTGDSTIEETRENGDTTKNKRRVLKAKRKLFKCQFATTSLSSNIIFGVGLHKQKK
KPKRRDQKKSPNVKHISVENDLPSNLKQSTVIDHSTLTPEKKANCGSVGETHILSTQNISGKEGSLSSDVINNESRERVL
DGTAVNKPQLRQCAAKGPGNSEAHQSESRQSDAMSLLTRGLEETVVARWDGTHSAKRKQNAAKTMRIGYVGDEWDEEYDR
GKRKKIKAFKADFGGPNVFQEIANSRLKLKQQGHNEISGNGPLRI*                                  
>Mgut_mgv1a001024m                                                              
MAEAARQLTPEQEKQAIRDIAVAAEAHTTVGDTFYLITQRWWQDWLEYVNQNQTGNVNDGSSSEHHTSVSSTALKRPSCI
DNSDLIDEAVPEDSATGIELLDTLVEGTDYILLPEEVWNQLYSWYGGGPLLARKVINTGLSQTELSVEVYPLQLQLHLMP
KGDRSAIRISKKETIGELHRRACEIFDLTPKQVSIWDYFSHQKHALMSDMEKTLDDANIQMDQDILVEVISNKGEGGRSN
LENGSLHNGSLSVAPSQSGFPTSGGLSASKYTSRNGNLESQLQNLNTERAYGSSGVSTRGSSCGLIGLLNLGNTCFMNSA
IQCLVHTPEFARYFRDDYHQEINRQNPLGMVGELALAFGDLLRKLWAPGRAPVAPRPFKAKLARFAPQFSGCSQHDSQEL
LAFLLDGLHEDLNRVKHKPYIKSKDADGRPDEEVADEYWANHIARNDSIIVDVCQGQYKSTLVCPACDKVSVTFDPFMYL
SLPLQPATTRNMTVTVFTCDGSALPAPHTVIVPKQGRCRDLIQAVSNACSLQLNEKLLLAEIRGHLIYRFLEDPLVSLSS
IKDDDHLTAYKIPKVLKNTKFLQLIHRREEQGSGNAQSTLGWKPYGTPLVSPISCDDTITRSDIQGIVHKMLSPMLRTKN
SGAMTPGNASLGASSDQSKPVSLPKLPLQLVDENNACIDLTVGDDKVVKLSSSSMSILVFVDWSQKLLSSYDTSHIENLP



EVCKYGHVSKKARNEPLSLYTCLEGFLREEPLVPEDMWYCPQCEERRQASKKLDLWRLPEVLVIHLKRFSYSRSMKHKLD
TYVNFPLHDFDLTNYVANKNNTCRQIYELYALTNHYGGMGSGHYTAHIKLTDENRWYNFDDSHITAINEEEVKSAAAYVL
FYKRVSSDRSSASNGVYCTNVSSSSSQKL*                                                  
>Mgut_mgv1a003333m                                                              
MSSSDHKIRPNLPYINSQETQLPAESQKPHLLGLRSQLGPSPFRSLQDHICILPLGRASILRGVDIQCGSCGLRPPRLYA
CVSCAAVECGEHVRSHAEETSHHVAVDVDRAELFCCECGDQVYDGDFDAAVVSAAIGDRPVPPPENLKKRKRVDYKPWTP
DLKEQALIAENTTPLPTSQLGSDPGSYPQGLRGLSNLGNTCFMNSVLQALLHTPPLRNYFVSDLHNKFYCERENKTIVTR
KSELNKADSKNVQLCLACDFDAILSAAFLGDRMPYSPAKFLYSWWQHASDLASYQQQDAHEFFISILDGIHEKLQKDRYK
PPSQGSGDCCIAHRVFSGILRSDVMCTSCGFTSTTYDPCIDISLDLEPNQVDSAKTSAKTSAKTSSKTSAKSSNSVKKDA
NSMNSAQNTSISTLVGCLDRFTRPERLGSDQKFFCQKCQVNQESLKQMSIKKLPMVSCFHIKRFEHSPIRKMSRKIDRYL
QFPFSIDMAPYLSSSILKSRYGNRMFPFDEDEQDASSEISSQFELFAVITHSGNLDAGHYVTYLRLSNQWYKCDDAWITR
VNDDIVRTAQGYMMFYVQKMLYYGESETAVAG*                                               
>Mgut_mgv1a024945m                                                              
ATIFPGDFSRALYPFLFWVVPGLENLGNNCFLNVVLQVKIGSLIFLQFADEERDENIPLVNALTSLVEELSTVRDKNTTL
SPRKLMVAMDRYIPNFNLTSQQDAEEAFSRLLSSLREEISEHCVPQNGSLADLPIVSNSRIVTTKSNEKESELQKWNRSF
LKPFDGILGSILICQSCSFQISLDFQLFHTLHLSPPLSSDETIMDGCTLEDCLKQFFVAEHIENYCCSNCWHTAAIDYLS
VFSSDKTDIEKLQRCNKNDSCECKFFSSLESFPWLNRFSRTFKQMSIARSPKILCIHLPRASYNMFGESVKLLGHISFPS
ILYLSPFMNTGVEIKNMEPNLQVSPLNRRIRHQMYRLVSVVVHYGGGGDGHYTVYRKVRAKLGDENNFVALLESSIEQWF
SISDSQVLSVSERDVFDANASMLFYEKIENS*                                                
>Mgut_mgv1a002355m                                                              
MTMIMDFEEATGNAGTPDIEVSVIKDQGICPHVDKGIDLAKLSAKLRRSESFNCECSDSNSGYKSIWICLECGCFSCGDF
VIPVTPGSHAVLHAKRSGHPLVVHYRNHKKLVWCFPCNKLITSDRDNKTRKVLNKVVRIMRGMSVEGLSFNVEDVWFGSG
SATNDVKSESCLGCSVRGLVNLGNTCFFNSVVQNLLAIKSLREYLFGLNGYYLGPLTYALRNLFFETSGEEASLTSAMNP
GYLFFSLCTRAPEFNGYGQHDSHELLRCLLDGLSAEELRRRDVVKFPSVGPTFVDAIFGGKISSTVSCLECGHSSTIHEP
FLDLSLPVPTKKPLAKQVPPFSVSDQSSGDRWTVPQAPEQFADPDTMPKKQQEPVESFEDKSHETNVSLTDAEISAIRGF
ANIDIPQNLVSPSSTLKCTTESDSVNTVSASPSDNSKHLNNSIEDSNTSQIQDSKKDEIMEEQDSLNFDGFGGLFDEPSE
SIDTRVSTESDPEEIDPTASVESCLECFTKAEILAKEEHAWQCDNCSKVLQEQRNRLKRTLSMSELEETTTGGASVKSED
LKVKRDARKRVVISNAPSILTVQLNRFRQDHGGQFSKLNGHVHFGETMDLKPYMNPRCDEGAKLEYRLVGVVEHIGSMRD
GHYVAYVRSSEDCVWYHANDAYVCEASLEHVLSCQAYILFYERA*                                   
>Mgut_mgv1a000653m                                                              
MLLRGDLGLLCSLVAVVLGWLFVRRKLRRAAARRDEVRRLMAFASEEAARVEREAAAIYRSYGSPLPAQPIVAEEPIVGP
GSPPVRQLQYQCEVCFSPTTTRCKQCKAVRYCSRRCQIFHWRQGHKDECHSFSSNQNGDAGAQSDHEEFKQNEIQSSQNV
IEVEVMDSTKPVILSSREDVVSDKVSHVLDENNDTETEAEASHDLKKADINVKARVQLLPDESSPSAISKDTSVALNNLK
DGNKFDAQSTMNVESIKPLLSEQPTVTSPGHGMPAVSVSNQLKSDCIDIDEKSESSTSSGCNDNGSEEHLLSEPSSPSFD
FWGGKIEPVRSKINQVHEDDVSMLNSRSSLRPSSDRINGHVEMLRPDKSKVLVDYPSPAAPALKESIAVSEVSEDGLKPR
GPQSLAPKHLDREIGRKNGSLDTLKRQQNDSSGLLSSEARFSSSAYISKPSVLDVESVKNERLQGDASCSLGNGLYARSA
SARVVDQRRASNFIRHGSLGAGSGKMGRYEGSFPYDVFVKLYHWNEVELCPFGLLNCGNSCYANAVLQCLAFTPPLTAYF
LQGLHAKSCRRKEWCFTCEFEALVEKAMETNYPLSPARIMSRMQNVASHLGNGREEDAHEFLRYAIDAMQNICLKEAGVN
APGSLDEETTLMGLTFGGYLQSKIKCMRCGGKSKQHEKIMDLTIEIGGQIGTLEDALRQFTHSEVLDGENKYHCGRCNSY
EKAKKKLTVLEAPNVLTIALKRFQSGKFGKLNKPVKFPEILNLATFMSRTSDKSPIYQLYGVLVHLDVSNATFSGHYVCY
IKNNQGRWFKADDSVVQPVEVEKVLSKDAYMLFYARCSPRAPKPIRESIACHDPIKPNTIFRTPHQPVSLDNLTPNVDFF
RDIKNNNTVNNYTRRRNLEESSSECSSTSSSFFSESESNSTESSNRGSVSTNDEISLDQSLGVDQTVNCWSRQWRGASDS
DSSPSQSSSSSSPLCMRRSRLAELGHYSERSGFCSAFNVSSNMDGDRFRETGNCKERVGKNGIEEMGLGGE*        
>Mgut_mgv1a004286m                                                              
MGDSSKVFLFGSFTEDEARSWQSETPPTTQKPVKIKELKNSPRNITPVLMFGSISAIPDLQLSNIHKGNNFSSEKPNTVI
LPTLSENGKVHNSDNKSSGDEKIVNGSKFNALHNKSSGDVKIVNGSKFSALHVSDNNNNSEIDVKPISKMANGNLNGPTA
EANHKESSWKTNIPVLDARDILPRGLVNSGNLCFLNATLQALLACSPFVQLLQRLKASNIPKVGYPTLAAFAEFVGEFEL
VGGPNLKKKDTVELESGRPFRPSMFEGVLKNFTPDVPNSISGRPRQEDAQEFLSFVMDQMHDELLKLEGQSNLDGKNSLV
STSEGDEWETVGPKNKSAVTRTQSFVPSELSSIFGGQLRSVVKAKGNKASATVQPFLLLHLDISYDVIRTVEDALRFFSA
PETLDEYRAPTAGKVGVVAAKKSVNVQALPKIMILHLKRFGYGRNGSTKLHKAVYFPLELVLSRDLLVSSTMEGRKYELV
STVTHHGREASKGHYTADVRYHNGQWVRFDDSSLSAISTNKVLHDQAYLLFYKQL*                        
>Mgut_mgv1a000162m                                                              
MGHKKRNVVPRSKPSKPPSSPPADAPITNGGGTNTDHSPDRAAAKSDHSSANPSPSYSAVKVECERALTALRRGNYTRAL
RVMKDLTSKQENSPHSALIHRVQGTVCVKVASLIDDTNAKQRHLRNAIESARTAVTLSPNSVEFGHFYANLMYEAANEAK
EYEEVVQECERALAIENPVDPAKESLQEENQQKISTAEARIVHVQNELRSLIQKSNIASISTWMKNLGNGDEKFRLIPIR
RVPDDPMEQGLVQARRPNEIKKVAKTPEERRKEIEVRVTAARFVQQNSESAQLKKEGDNTKNNSKGPENGPGSGSRVGER
RKSGNARKNTSTDERRDLVRTFWNSMNLDGKKECLRIKISDLKAHFSSSKDGLPSEMLDEALSFGETNKVWRFWECCRCN
EKFADAGLLMQHVVQEHMGSLVPKMQSILPQNVENEWAEMLLNCSWKPLDLNASIRMLQKQPKPDSPDLLDESCNSHNAD
DSKECFVDTYSNEYEWDASPGKNKSGDNGNGIVQNSKEFEDVEWMDCDGDLSSKESLLNKNWPLSDDAERAKLLERIHSI
FETLIRNKYMASSHLSKIMNFAVEELHAIASGSQLNSKVDQTPLSICFLGAPDLKKILIFLQEISQACAFNRYSDKSNRG
DDTNTVMHSVDTLEKIVFSSDASFLVLDEHFIPCKIPRGDGVNNVSSALTSSHGSYDNGGILDSDALLSWIFTGPSSSEQ
LASWQQERAEKAQQGLEVLQLLEKESYHLQGLCDRKCEHVSYEEALQAVGDLCLEEGKKREHVADFVFQSYDSVLKKRRE



ELIENENELTIMCNRFELDAISNVLKDADSLNINQFGFEETYSSVTSHLCDLESGEDDEWRTKDYIHQVDSYIEAAIQRQ
KETVSIEISKIDARLMRIIAEMQQLEVKLDPASSHDFRSILIPLVKSFMRARLEDLAEKDATEKSDAVREALLAELDRDS
KKVSAGVDSSRHSHDRTKDKKKSKDNRKNKDSKVRILLPSAHGEDGPGSVIAVPAPDDALQLNYEEYKRRIELEAEERKL
EETLEYQRRIENEAKQKRLAEKQQRLSRIISDSTETVAMADAHLRHSDDEKYASDHSLPNEGIPQDGGFVSDQRSGRRGR
RHKGPTKFPIPEKKDADPGQPRTGQNSHGDGDNEAKTLRELQAEDDDEERFQADLKKAVDQSLVMTDGDIRKDTYGTGLK
NEVGQYNCFLNVIIQSLWHLRRFRDEFLSRSLSKHVHVGDPCVICALYDILIALNMASTDKTKEAVAPTSLRIALSNLYP
NSNFFQQGQMNDASEVLAVIFSCLHQSFTSTTSVASGMESVDSNCTSSSCVAHSIFGMGILERMNCYNCGFESRRMKYTS
FFHNINASALRTMKVMHPENSFDKLLSLVEMNHQLTCDPEAGGCGERNYIHHILSTPPHVFTIVLGWQNKRESVEDITAT
LAAFSTEIDVSVLYRGLDPQNHHRLVSMVCYYGQHYHCFACSGEHDRWTMYDDQTVKVVGGWNDVITMCERGHLQPQVLL
YEAVNW*                                                                         
>Mgut_mgv1a001127m                                                              
MDDDVKNDSAAEISSSCLPSEPRQIEEEKKEEEEEEEEREEASSSDEDQRVYLVPFRWWKEAQDPSLSEVKNGIPYAACP
APPYGGPMKIFNNIFNSDISFNLKKEDGSSSNGESGEVGLQNRDYALVPGDVWLQTLKWHSDFRSSSKDKKGFSAVEEDM
SDVYPLQLRLSVLWETNVLADNSVECFRRACKIFNVEAEPLRVWDFSGQTMLLFLNEKNKILKDSQKLTEQDLPLELQVY
GLSDSFRNKGPKKDDNGQHSNGASFLMNGNSAGSKSSYLLGSSFEAGSLGLTGLQNLGNTCFMNSAIQCLAHTPKLVDYF
LGDYRKEINPDNPLGMKGEIASSFGDLMKKLWAPGATPLAPRTFKLKLAHFAPQFSGFNQHDSQEVLAFLLDGLHEDLNR
VKCKPYVEAKDSDGRPDEEVADEYWRNHLARNDSIIVDVCQGQFRSTLICPECRKLSVTFDPFMYLSLPLPSTSTRTMTV
TVVKSDGSTKPSSFTVTVPKNGKLEDLTQALSTACSLGVDEMLLVAEIYNNRIIRFLEEPTDSLSLIRDNDQLIAYRLSK
DAKESPLFVFMHQQIEEKFICGKLTPNWKAFGVPLIVRENIAKGSDFREVYAKLLAPFLVPDDDSADNIDSSNNSATEVD
SLLSESPLKSDEEKPVEGQSVADFQFYLTNEKGVEKKSEIGMEELVKPMPERLYVLVSWSEKMVKRYDVQPLTSLPEVFK
SGFFAKRPQESVSLYKCLEAFLKEEPLGPDDMWYCPVCKKHCQADKKLDLWRLPEILVIHLKRFSYNRFLKNKLETYVDF
PIRDLDLSDYIAQKGGKSSNRYLLYAISNHYGSMGGGHYTAFVHHGGDRWYDFDDSHVSPISEDKIKTSAAYVLFYRRVE
DA*                                                                             
>Mgut_mgv1a002732m                                                              
MAVEQSWVDEPSSSSSPRMNGSVDKVNFFSRVPPPFAFNSSFYGPGALGLTGLHNLGNTCFMNSAIQCLVHTPKLVDYFL
GNFRKDLNYENPLGMNGKLAIAFGDLLRKLWTPGATPVSPRMFKSTISSFAPRFSGYNQHDSQEFLSFLLDGLHEDLNRV
KMKPYIETKDDDSRPDEEVADEYWKNHLCRNDSVIVDLYQGQYRSMLVCPVCKKLSTTFDPFMYLSLPLPSSTLRKMTLT
VLSSDGTTLPHPVVVTVPDDGTFKDLVVALGEACSLRHNETFLIAEIFNNSILRVLEDPDDSLGLIRDNDQLVAYILPTE
MDGSPLVVFMHQQEEKSFIHSSPSFKKFGIPLVTRISDFSKGSEIHKEFLKLLNPFILPVEESLNDASRKRAHEDEELED
TVPDGTANSNNETENDLDAHCSFEYYVENGKSHSNWSKIEMDEPVPIPIPKLNQQIDMIVSWSEKSIQEYDTSILSMLPE
VYRTTFSSKWNQDSISLYKCVDAFLKEEPLGPDDMWYCPNCKEHRQAIKKLDLWRLPDILVIHLKRFSYTRFFKNKLEAF
VDFPIDDFDLSNYVIPKNNMPRHRYKLYAVSNHYGGLGGGHYTAFAKHGLDRWFEFDDGRVFGVTEEQIKTQAAYVLFYK
RI*                                                                             
>Mgut_mgv1a000478m                                                              
MTMMTPQPLDQQEDEEMLVPHSDLVEGPQPLVQGPQPMEVAPSDNAGTTENQANDEPQASRFTWTIDAFSRVNNKKLYSD
AFAVGGYKWRVLIFPKGNNVDYLSMYLDVADSANLPYGWNRYAQFSLAVVNQMHSKLTIKKDTQHQFNQRESDWGFTSFM
PLSELYDPNKGYLVNDTVVIEADVAVRKVVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTEN
DNPTGSIPLALQSLFYKLQYNDTSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQKLFEGHHM
NYIECINVDFKSTRKESFYDLQLDVKGCKDVYASFDKYVEVERLEGDNKYQAEGHGLQYYIFRDAKKGVLFMDFPPVLQL
QLKRFEYDFMRDTMVKINDRYEFPLELDLDRDNGKYLTPEADRGIRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWYK
FDDERVTKEDMKRALEEQYGGEEELPQTNPGYNNTPFKFTKYSNAYMLVYIRVSDKDKIICDMDEKDIAEHLRIRLKKEQ
EEKEDKKRYKAQAHLYTIIKVARDEDLREQIGKDIYFDLVDHDKVCNFRIQKQMPFNQFKEEVAKELGIPVQFQRFWIWA
KRQNHTYRPNRPLTAQEEAQTVGALREVSSKAHNAELKLFLEVHHGLDLQPVPPPEKNKEDILLFFKLYDPEKEELRYIG
RFFVKNTGKPIEILARINEMAGFAPDEEIDLFEEIKFEPTVMCERLDKKASFRFSQIEDGDIICFQKRPLPEHEEKIRFP
DVPSFLEYVKNRQIVHFRALEKPKEDEFCLELAKNHTYDDVVEKVAQRLGLDDPSKIRLTPHNCYSQQPKPNPIKYRSVD
HLLDMLVHYNQISDILYYEVLDIPLPELQCLKTLKVAFHHATKEEAVILNIRLPKQSTVGDVLNEIKTKVELSHPNSELR
LLEVFYHKIYKIFPLHEKIENINDQYWTLRAEEIPEEEKNLGPNDRLIHVYHFNKEIAQNQLQVQNFGEPFFLVIHEGDT
LADVKVRIQKKLLVSDEEFSKWKFAFLSLGRPEYLEDSDIVSSRFQRRDVYGAWEQYLGLEHSDTTPKRAYAANQNRHTF
EKPVKIYN*                                                                       
>Mgut_mgv1a000725m                                                              
MTVITPQPLDLQEDDEMLVPHSDLVEGPQPLVEVVSAEGARTVENQGPDDAQVAHYKWTIENFSRISMKKIYSEVFVAGV
YKWRVLIFPKGNNVDSLSAYLDVADVGNLPYGWSRYAQFSLAVVNQMNSKQTLKKDTHHQFTQRESDWGFTSFMPLSELY
DPNMGYLVNDTCVIEADVAVRKVIDYWAYDSKKETGYVGLKNQGATCYINSLLQTLYHIPYFRKAVYHMPTTENDNPTGS
IPLALQSLFYKLQYNDTSVATKELTKSFGWDTYDSFVQHDVQELNRALCEKLEDKMKGTVVEGTIQKLFEGHNMNYIDCI
NVDFKSTRKESFYDLQLDVKGCKDVYASFDKYVEVECLEGENKYHAEQHGLQDAKKGVSFIDFPPVLFLQLKRFEYDFMR
DTMVKINDRYEFPLKLDLDRDDGKYLSPDADRSVRNLYMLHSWYMALPLEPRSRVQILPLPYFPDIHFDLVDHDKVHNFR
IQKQTPLNLFKEEVAKEFGIPVQFQRFWIWARRQNHTFRPNRPLTPQEEAQTVGALREVSNKAHHNAELKLFLEVEHGPD
LNMLPPPEKNKEDILLFFKLYDPDKEELRYVGRLFVKSSTKPSEILEKVNEMAGFASSQEIDLFEEIKYEPSVMCDPLDR
KASFRSSHIEDGDIICFQKRPPPESEGQVRFPHVPSYLEYVKNRQIVHFRALERPKEDEFCLELAKNHTYDDVVEKVAQH
LGLDESSKIRLTPHNCYSQQPKPNPIKYRAVDHLLGMLVHYNQISDILYYEVLDIPLPELQCLKTLKVAFHHATKDEAII
LNIRLPKPSTVGDVINEIKTKVELSHPSAELRLLEVFYHKIYKIFPMHEKIENINDQYWTLRAEEIPEEEKNLGPNDRLI
HVYHFTKDSAQNQAQQVQNFGEPFFLVIHESETLAEIKARIQKKLQVADEEFLKWKFAFLSLGRPEYLEDSDIVSSRFQR



RDVYGAWEQYLGLEHSDTSPKRAYSNQLQNRHTYEKSVKLYN*                                     
>Mgut_mgv1a000726m                                                              
MTVITPQPLDLQEDDEMLVPHSDLVEGPQPLVEVVSAEGARTVENQGPDDAQVAHYKWTIENFSRISMKKIYSEVFVAGV
YKWRVLIFPKGNNVDSLSAYLDVADVGNLPYGWSRYAQFSLAVVNQMNSKQTLKKDTHHQFTQRESDWGFTSFMPLSELY
DPNMGYLVNDTCVIEADVAVRKVIDYWAYDSKKETGYVGLKNQGATCYINSLLQTLYHIPYFRKAVYHMPTTENDNPTGS
IPLALQSLFYKLQYNDTSVATKELTKSFGWDTYDSFVQHDVQELNRALCEKLEDKMKGTVVEGTIQKLFEGHNMNYIDCI
NVDFKSTRKESFYDLQLDVKGCKDVYASFDKYVEVECLEGENKYHAEQHGLQDAKKGVSFIDFPPVLFLQLKRFEYDFMR
DTMVKINDRYEFPLKLDLDRDDGKYLSPDADRSVRNLYMLHSWYMALPLEPRSRVQILPLPYFPDIHFDLVDHDKVHNFR
IQKQTPLNLFKEEVAKEFGIPVQFQRFWIWARRQNHTFRPNRPLTPQEEAQTVGALREVSNKAHHNAELKLFLEVEHGPD
LNMLPPPEKNKEDILLFFKLYDPDKEELRYVGRLFVKSSTKPSEILEKVNEMAGFASSQEIDLFEEIKYEPSVMCDPLDR
KASFRSSHIEDGDIICFQKRPPPESEGQVRFPHVPSYLEYVKNRQIVHFRALERPKEDEFCLELAKNHTYDDVVEKVAQH
LGLDESSKIRLTPHNCYSQQPKPNPIKYRAVDHLLGMLVHYNQISDILYYEVLDIPLPELQCLKTLKVAFHHATKDEAII
LNIRLPKPSTVGDVINEIKTKVELSHPSAELRLLEVFYHKIYKIFPMHEKIENINDQYWTLRAEEIPEEEKNLGPNDRLI
HVYHFTKDSAQNQAQVQNFGEPFFLVIHESETLAEIKARIQKKLQVADEEFLKWKFAFLSLGRPEYLEDSDIVSSRFQRR
DVYGAWEQYLGLEHSDTSPKRAYSNQLQNRHTYEKSVKLYN*                                      
>Mgut_mgv1a000738m                                                              
MTVITPQPLDLQEDDEMLVPHSDLVEGPQPLVEVVSAEGARTVENQGPDDAQVAHYKWTIENFSRISMKKIYSEVFVAGV
YKWRVLIFPKGNNVDSLSAYLDVADVGNLPYGWSRYAQFSLAVVNQMNSKQTLKKDTHHQFTQRESDWGFTSFMPLSELY
DPNMGYLVNDTCVIEADVAVRKVIDYWAYDSKKETGYVGLKNQGATCYINSLLQTLYHIPYFRKAVYHMPTTENDNPTGS
IPLALQSLFYKLQYNDTSVATKELTKSFGWDTYDSFVQHDVQELNRALCEKLEDKMKGTVVEGTIQKLFEGHNMNYIDCI
NVDFKSTRKESFYDLQLDVKGCKDVYASFDKYVEVECLEGENKYHAEQHGLQDAKKGVSFIDFPPVLFLQLKRFEYDFMR
DTMVKINDRYEFPLKLDLDRDDGKYLSPDADRSVRNLYMLHSWYMALPLEPRSRVQILPLPYFPDIHFDLVDHDKVHNFR
IQKQTPLNLFKEEVAKEFGIPVQFQRFWIWARRQNHTFRPNRPLTPQEEAQTVGALREVSNKAHHNAELKLFLEVEHGPD
LNMLPPPEKNKEDILLFFKLYDPDKEELRYVGRLFVKSSTKPSEILEKVNEMAGFASSQEIDLFEEIKYEPSVMCDPLDR
KASFRSSHIEDGDIICFQKRPPPESEGQVRFPHVPSYLEYVKNRQIVHFRALERPKEDEFCLELAKNHTYDDVVEKVAQH
LGLDESSKIRLTPHNCYSQQPKPNPIKYRAVDHLLGMLVHYNQISDILYYEVLDIPLPELQCLKTLKVAFHHATKDEAII
LNIRLPKPSTVGDVINEIKTKVELSHPSAELRLLEVFYHKIYKIFPMHEKIENINDQYWTLRAEEIPEEEKNLGPNDRLI
HVYHFTKDSAQNQAQVQNFGEPFFLVIHESETLAEIKARIQKKLQVADEEFLKWKFAFLSLGRPEYLEDSDIVSSRFQRR
DVYGAWEQYLGLEHSDTSPKRAYSNQNRHTYEKSVKLYN*                                        
>Mgut_mgv1a001199m                                                              
MGKKVKKKPKTGQKEKRGPSVSQETVSKTPDDAVTAVKDRGICSHIDRGINLDKLSAKLRYSESFKCEDCRGNSDDARAR
KGKGKQSGGGKGARSESKAVWICLECGHFSCGGVGLPTTPQSHAIRHAKQQHHWLVVHCENHQLIWCFSCDKLINSDKSS
EDSNHKRVLSEVVKRLKKKPGEEPSVKNVEDIWFGGGSNNETNATNSECSAISVACERVGYSVRGLSNLGNTCFFNSTMQ
NLLSINSLRDYFFRTETESIGPLTSALRKLFIETNTGSNFKTVINPRALFGILCTKAPQFKGSLQQDSHELLRCLLDNLS
GEELSSRKKKQTESLVGPTFVDTIFGGQLSSTVTCLECGHASTNYEPFLDLSLPVPTKRPPIAKRNQPVVRSKKSKLPTK
KSSRNLAKIRRDATILPPQECVSDQTIAQPVAEEFDTDIALDMGLTADDLSAIQKPNNEQAVEIEGEPLISPLDSFAWLD
YLDENPVDVASETDETSAVENAVSLVNGVSVAEQENAFPHSEGNNVNSQSNEGIPPEVSVSMEIVVFDGEAARCSDSSSQ
VCSKDSNTAQINNSEVNSLSNELVLDEQDSLDFVGFGDLFSEPEVPVSEASDITKNGVVVNNSSESDPDQVDSNADAPVS
VESCLALFMKPELLSKDEHAWQCEKCSKALREERRRLMRKSRNGSGDSNTGIEISTESEVNAIDIQSENGCVAGNNECEA
DKERESEGSEQDDEADSENLKVKRDATKSTLINKAPSILTIHLKRFIQDARGRLNKLNGHVNFGEIVDLKPYMDPRCSER
ERYTYRLVGVVEHQGTMRGGHYVAYVRGIKDNNGDCVWYHTSDSFVGEVSFEDVLRSEGYILFYEEI*            
>Mgut_mgv1a022891m                                                              
MGSPEISDEAALSMEVENENKTEEDNHSAANAFCSGVKSQPEFYDLDNSLSDGIVEEEDPVSQDNMPAAITGAGLDNLGN
TCFLNSVLQCFMHSVPLLRSILLEPHSLNSYCDEQGFCTLCALRELVKSSLANRIVSPSYFTNNLSYFSSSFKKFQQEDA
HEFLQCFLDKLESCHDSQRKEYTSSPTGNLVQQVFGGRLVSKLKCCNCDHCSDTYEPLIDTSLGIENADDLVTALQSFTK
VEKIDDPEDKVTCENCKELVSVEKQLSFDKAPSVAVFHLKRFENDGCWVQKIDKHVAFPLELDLLPFTDSGKSNDADLKY
VLYAVIVHIGSTPTSGHYYCFIRLSPNVWCKFDDSRVVLVHEDYVLSQEAYILFYAKEGTPWFSSFMETQLSCVHSTISK
TSPRSVLDNVETPTVSPLLPNNKFSCDSNEVSHEITGSERKSIHTSVVKDIGRIQNKSESIATAENLHRKSATPVVHCPT
PTTASSDVSFGQAQKKISPIVLKNVKKIQNVDVVAKYEKDIQRSPSPEIYREDPPCKFTNLIRF*               
>Mgut_mgv1a000967m                                                              
MTIPDSSGYCYMMENGSIELPCKPEEEKRIVQELTAKAEANLREGNLYYVISSRWFITWQRYTGKIEGDYPFDGHSIESQ
FTMPSVIEDKPGPIDNNDIVANGMDNEDDLQVLRTLEEEKDYALVPQEVWDKLLKWYKGGPALPRKMISVGDQQKQFIVE
VFPLSLRLIDSGDQSEVIIRLSKKASLHDLYEKICQLKGLDPEKTRIWDYFNKQKHTILNSSSQTLEESNLQMDQDILVE
VSTDGFGKDYTGNGLQLVPIEPSRSTFSIAGGPNMSNGYSTSNSSNLYQESSLTSTYADMEDGYDGMKPVTGGDRRGLAG
LQNLGNTCFMNSALQCLVHTPHLAHYFLQDYSDEINTQNSLGMHGELALSFGELLRKLWSSGRTSVAPRAFKGKLARFAP
QFSGYNQHDSQELLAFLLDGLHEDLNRVKQKPYMEINDSDGQPDEEVADGFWRYHKARNDSIIIDICQGQYKSTLVCPVC
DKISITFDPFMYLSLPLPSTATRSMTVTVFYGDGSSLPMPFTVTVLKQGCCKDLNQALANACCLSNDEYLLLAEVYEHRI
YQYLENPSEPLATIKDDECIVAYRLPKRDTVLTRIEICHRYLDTERKLFLTPLVTVMEDPQSGADIDLAVSKVLAPLRRK
VFSTSKTIDSSTETDSPMTSTEDQMNIDSTQLGTTVQSEEETEAAGMSSRDLSFRLCITDDKGYACRPIDKDSPIRPGRL
LKFMMEWTEQEHELYDSSYLKDLPEVKRSGFLSKKTKQESISLFSCLDAFLKEEPLGPDDMWYCPRCKEHRQASKKLDLW
RLPDVLVFHLKRFSYSRWLKNKLDTYVDFPVENLDISKYVKSKDASEGSHVYELYAISNHYGGLGGGHYSAYCKLIDDNK
WYHFDDSHVSPVSESEIKTSAAYVLFYRRVKRNINGTAGEQSEQLVHH*                               



>Mgut_mgv1a008755m                                                              
MGVGGSKLEKALGDHFPEGERYFGFENFGNTCYCNSVLQALYFCVPFREQLLEYYSNNKSQGDGDENLLTCLADLFSQIS
SQKKKTGVVAPKRFVQRLRKENDVFRGYMHQDAHEFLNFLLNQLVEILEKAPHKVKGEDVPNGPCNGGQVNGLVKQEPPI
TWVHNTFQGILTNETRCLRCETVTARDEIFLDLSIDIEQNSSITSCLKNFSSTETLNANDKFFCDKCSSLQEAQKRMRIK
KPPRILVIHLKRFKFMEQLNRHKKLSYRVVFPLELKLSTTVGDADSEYSLFAVVVHIGSGPNHGHYVSLVKSHNHWLFFD
DENVEIIDESAIQTFFGSAQEYSTNTDHGYILFYESLTADDKQ*                                    
>Acoe_001_00136                                                                 
MPTVSVKWQKEVFPAVEIDTSQPPLVFKCQLYDLTGVPPERQKIMVKGGLLKDDADWSTIGLKEGQKLMMMGTADEVLKA
PEKAIVFMEDLPEAEQAVAVGHTAGLYNLGNTCYMNSTIQCLHSVPELKSALTKYPGRTNELDQTTHLLTVATRELFNDL
DRSVQPVSPVRFLGELRKKYPQFAQMHNGTYMQQDAEECWTQLMYTLSQSLTVSDSRENIKAVKELFGVDLVSRVHCAES
GEESSEAESVYQLKCHISHEVNHLHEGLKHGLKTELEKVSPSLGRTAVYTKESRINDLPRYLTVQFVRFFWKRESSQKAK
ILRKVDYPLELDVYDLCSDELRKKLEGPRQVLRDEEGKKLGLKPSDKNSGSKDTDVKMNDAEGASNGSGETSNATSQEGV
PAKTEQLTGIYDLVAVLTHKGRSADSGHYVAWVKQENGEWIQFDDQNPIPQRQEDITKLSGGGDWHMAYICMYKARFVSG
MPTVSVKWQKEVFPAVEIDTSQPPLVFKCQLYDLTGVPPERQKIMVKGGLLKDDADWSTIGLKEGQKLMMMGTADEVLKA
PEKAIVFMEDLPEAEQAVAVGHTAGLYNLGNTCYMNSTIQCLHSVPELKSALTKYPGRTNELDQTTHLLTVATRELFNDL
DRSVQPVSPVRFLGELRKKYPQFAQMHNGTYMQQDAEECWTQLMYTLSQSLTVSDSRENIKAVKELFGVDLVSRVHCAES
GEESSEAESVYQLKCHISHEVNHLHEGLKHGLKTELEKVSPSLGRTAVYTKESRINDLPRYLTVQFVRFFWKRESSQKAK
ILRKVDYPLELDVYDLCSDELRKKLEGPRQVLRDEEGKKLGLKPSDKNSGSKDTDVKMNDAEGASNGSGETSNATSQEGV
PAKTEQLTGIYDLVAVLTHKGRSADSGHYVAWVSGSNLMTKIPYHSVRRTMPTVSVKWQKEVFPAVEIDTSQPPLVFKCQ
LYDLTGVPPERQKIMVKGGLLKDDADWSTIGLKEGQKLMMMGTADEVLKAPEKAIVFMEDLPEAEQAVAVGHTAGLYNLG
NTCYMNSTIQCLHSVPELKSALTKYPGRTNELDQTTHLLTVATRELFNDLDRSVQPVSPVRFLGELRKKYPQFAQMHNGT
YMQQDAEECWTQLMYTLSQSLTVSDSRENIKAVKELFGVDLVSRVHCAESGEESSEAESVYQLKCHISHEVNHLHEGLKH
GLKTELEKVSPSLGRTAVYTKESRINDLPRYLTVQFVRFFWKRESSQKAKILRKVDYPLELDVYDLCSDELRKKLEGPRQ
VLRDEEGKKLGLKPSDKNSGSKDTDVKMNDAEGASNGSGETSNATSQEGKFGKLFICNRPKCENRI              
>Acoe_002_00449                                                                 
MGHKKRNPLSSRSKPTSPSPSQLHSSSSSSLPLVPFDSLNNGFLEDEERVFESQLQIQTNTPSHSLIKLECEKALNSLRR
GNHTKALRLMRESCVRHETCALLYRVQGTICVKVATSIEENKEKQKYMKTAVESAKKAVCLSPNSIEFAHFYANLLYDVS
SDSKGYEEVVQECERALLIENPVDPAKESLQDESQLKLSTTEARINHVQQELRSLIQKSNIASISTWMKNLGNGNGEEKF
RLIPMRRVSEDPMEVRLIQNRRPNEIKKATKTPDERRKEIEVRVAAARLLQQKSDLPQSQNDDDKTTESSSGNNRLGERR
KNSRKVVSSVDRMDRVHPYWNSMTLDRKQSLLEVNVHDLRTHFSSSKDGVPTDVISEAVLFAEANKTWKFWICCSCNETF
TDLESQVQHVLREHIGNLSPKLHSVLPQEVDTDWVEMLLNGSWKPIDVPASIKMLEDQSKCHSPMLVDSPEGGTQADGIK
EDCLTNDWCSKDAWYSSFDEESNPQTNEDTTIEQIENGNHVERRKHDNSFNFELIEYESNRWSKEFWPLSNDSEREKLLE
KIHGMFQLLLRHKYLSASQLNKVIQYAMDELQGLGPVSQRLDHTPICICFLGALQLKKVLKFLQDLSHSCGLSRYPEKNS
PADETQSATQEPEIKERIVLSDDSSCLILDERLLYGEFTSGMYSENSCSAAATSSSIVGSDHDDVAPDSDALLSWIFTGP
PSGEQTATWTHMREEKKNRALETVQQLQKEFSLLQSLCDRKCDHLNYDEALQVVENLCFEELKKREHATKFASQSYEAIL
RKRQEELIDVDRDNDVASISGRIELEAITNIFKEAQALSITQYGYEDTFSGVTSRLCDLESGGEDDWRMQDYMQQADTCI
EVAIQKQKEQLTLELSKIDARIMRCVNGMQQFELKLGPSSSYDYRAIILPLVKSFLRAYLEELVDKDAREKSDAASEAFL
AELDREKGNNKGGDHSKQSQEKSKDKKKSKDYRKTKDTKVLCRAIGSSEQNFLNEETADQDECPVTSNQDSELVGIESTE
DFKQEQEEYRRKIELEEVERKLEETLEYQRKIENEFKLKHLAEQQKKASGTLVENVVEGFSGVDIQPGAVDPLLHEHMRN
CEPLRLPSDDDSSVSLKALDVGYSNSQVYSPSNCQKIVSDESNKYFGRHNIIFGSDLVSVPLNYNEKPQDSHIYENQSAV
LPKELLPIKDTERTVVPNKISVDYNSESFGKTNDHSYAKGKQGLLNHGTMEDSVLPTDRRTKKHGKRQNSSTKLLDGNSR
PLLPGKETVAVRKSQSEVFTREQANPTDQEVLPSGTSDLYLGDNATKTLRQLHAEEVDEERFQADLKRAVRQSLDTFQSK
QDKAMDPRSRVPSKISPQDDFVVSPNEVTIQSMNKLDVVGTGLRNEVGEYNCFLNVIIQSLWHLQRFREEFLRMLTSKHV
HVGDPCVVCALYDIFTALNVASMDLRKEAVAPTQLRIALSNLYPNSNFFREAQMNDASEVLAVIFDCLHRSCTSSSSISD
TESEESNCSGSWDCSNSACIAHTLFGMDIFERMNCYNCGLESKHLKYTSFFHHINASALRTMKAMCADSSFDELLNLVEM
NHQLACDTEAGGCGKLNHIHHILSGPPHVFTTVLGWQNTRESVDDISATLAALTTELDIGVMYRGLDPGNRHCLVSVVCY
YGQHYHCFAYSHEHERWIMYDDMTVKVIGDWNDVLAMCEKGHLQPQVLFFEAVEMGHKKRNPLSSRSKPTSPSPSQLHSS
SSSSLPLVPFDSLNNGFLEDEERVFESQLQIQTNTPSHSLIKLECEKALNSLRRGNHTKALRLMRESCVRHETCALLYRV
QGTICVKVATSIEENKEKQKYMKTAVESAKKAVCLSPNSIEFAHFYANLLYDVSSDSKGYEEVVQECERALLIENPVDPA
KESLQDESQLKLSTTEARINHVQQELRSLIQKSNIASISTWMKNLGNGNGEEKFRLIPMRRVSEDPMEVRLIQNRRPNEI
KKATKTPDERRKEIEVRVAAARLLQQKSDLPQSQNDDDKTTESSSGNNRLGERRKNSRKVVSSVDRMDRVHPYWNSMTLD
RKQSLLEVNVHDLRTHFSSSKDGVPTDVISEAVLFAEANKTWKFWICCSCNETFTDLESQVQHVLREHIGNLSPKLHSVL
PQEVDTDWVEMLLNGSWKPIDVPASIKMLEDQSKCHSPMLVDSPEGGTQADGIKEDCLTNDWCSKDAWYSSFDEESNPQT
NEDTTIEQIENGNHVERRKHDNSFNFELIEYESNRWSKEFWPLSNDSEREKLLEKIHGMFQLLLRHKYLSASQLNKVIQY
AMDELQGLGPVSQRLDHTPICICFLGALQLKKVLKFLQDLSHSCGLSRYPEKNSPADETQSATQEPEIKERIVLSDDSSC
LILDERLLYGEFTSGMYSENSCSAAATSSSIVGSDHDDVAPDSDALLSWIFTGPPSGEQTATWTHMREEKKNRALETVQQ
LQKEFSLLQSLCDRKCDHLNYDEALQVVENLCFEELKKREHATKFASQSYEAILRKRQEELIDVDRDNDVASISGRIELE
AITNIFKEAQALSITQYGYEDTFSGVTSRLCDLESGGEDDWRMQDYMQQADTCIEVAIQKQKEQLTLELSKIDARIMRCV
NGMQQFELKLGPSSSYDYRAIILPLVKSFLRAYLEELVDKDAREKSDAASEAFLAELDREKGNNKGGDHSKQSQEKSKDK
KKSKDYRKTKDTKVLCRAIGSSEQNFLNEETADQDECPVTSNQDSELVGIESTEDFKQEQEEYRRKIELEEVERKLEETL
EYQRKIENEFKLKHLAEQQKKASGTLVENVVEGFSGVDIQPGAVDPLLHEHMRNCEPLRLPSDDDSSVSLKALDVGYSNS
QVYSPSNCQKIVSDESNKYFGRHNIIFGSDLVSVPLNYNEKPQDSHIYENQSAVLPKELLPIKDTERTVVPNKISVDYNS



ESFGKTNDHSYAKGKQGLLNHGTMEDSVLPTDRRTKKHGKRQNSSTKLLDGNSRPLLPGKETVAVRKSQSEVFTREQANP
TDQEVLPSGTSADLYLGDNATKTLRQLHAEEVDEERFQADLKRAVRQSLDTFQSKQDKAMDPRSRVPSKISPQDDFVVSP
NEVTIQSMNKLDVVGTGLRNEVGEYNCFLNVIIQSLWHLQRFREEFLRMLTSKHVHVGDPCVVCALYDIFTALNVASMDL
RKEAVAPTQLRIALSNLYPNSNFFREMNDASEVLAVIFDCLHRSCTSSSSISDTESEESNCSGSWDCSNSACIAHTLFGM
DIFERMNCYNCGLESKHLKYTSFFHHINASALRTMKAMCADSSFDELLNLVEMNHQLACDTEAGGCGKLNHIHHILSGPP
HVFTTVLGWQNTRESVDDISATLAALTTELDIGVMYRGLDPGNRHCLVSVVCYYGQHYHCFAYSHEHERWIMYDDMTVKV
IGDWNDVLAMCEKGHLQPQVLFFEAVEMGHKKRNPLSSRSKPTSPSPSQLHSSSSSSLPLVPFDSLNNGFLEDEERVFES
QLQIQTNTPSHSLIKLECEKALNSLRRGNHTKALRLMRESCVRHETCALLYRVQGTICVKVATSIEENKEKQKYMKTAVE
SAKKAVCLSPNSIEFAHFYANLLYDVSSDSKGYEEVVQECERALLIENPVDPAKESLQDESQLKLSTTEARINHVQQELR
SLIQKSNIASISTWMKNLGNGNGEEKFRLIPMRRVSEDPMEVRLIQNRRPNEIKKATKTPDERRKEIEVRVAAARLLQQK
SDLPQSQNDDDKTTESSSGNNRLGERRKNSRKVVSSVDRMDRVHPYWNSMTLDRKQSLLEVNVHDLRTHFSSSKDGVPTD
VISEAVLFAEANKTWKFWICCSCNETFTDLESQVQHVLREHIGNLSPKLHSVLPQEVDTDWVEMLLNGSWKPIDVPASIK
MLEDQSKCHSPMLVDSPEGGTQADGIKEDCLTNDWCSKDAWYSSFDEESNPQTNEDTTIEQIENGNHVERRKHDNSFNFE
LIEYESNRWSKEFWPLSNDSEREKLLEKIHGMFQLLLRHKYLSASQLNKVIQYAMDELQGLGPVSQRLDHTPICICFLGA
LQLKKVLKFLQDLSHSCGLSRYPEKNSPADETQSATQEPEIKERIVLSDDSSCLILDERLLYGEFTSGMYSENSCSAAAT
SSSIVGSDHDDVAPDSDALLSWIFTGPPSGEQTATWTHMREEKKNRALETVQQLQKEFSLLQSLCDRKCDHLNYDEALQV
VENLCFEELKKREHATKFASQSYEAILRKRQEELIDVDRDNDVASISGRIELEAITNIFKEAQALSITQYGYEDTFSGVT
SRLCDLESGGEDDWRMQDYMQQADTCIEVAIQKQKEQLTLELSKIDARIMRCVNGMQQFELKLGPSSSYDYRAIILPLVK
SFLRAYLEELVDKDAREKSDAASEAFLAELDREKGNNKGGDHSKQSQEKSKDKKKSKDYRKTKDTKVLCRAIGSSEQNFL
NEETADQDECPVTSNQDSELVGIESTEDFKQEQEEYRRKIELEEVERKLEETLEYQRKIENEFKLKHLAEQQKKASGTLV
ENVVEGFSGVDIQPGAVDPLLHEHMRNCEPLRLPSDDDSSVSLKALDVGYSNSQVYSPSNCQKIVSDESNKYFGRHNIIF
GSDLVSVPLNYNEKPQDSHIYENQSAVLPKELLPIKDTERTVVPNKISVDYNSESFGKTNDHSYAKGKQGLLNHGTMEDS
VLPTDRRTKKHGKRQNSSTKLLDGNSRPLLPGKETVAVRKSQSEVFTREQANPTDQEVLPSGTSDLYLGDNATKTLRQLH
AEEVDEERFQADLKRAVRQSLDTFQSKQDKAMDPRSRVPSKISPQDDFVVSPNEVTIQSMNKLDVVGTGLRNEVGEYNCF
LNVIIQSLWHLQRFREEFLRMLTSKHVHVGDPCVVCALYDIFTALNVASMDLRKEAVAPTQLRIALSNLYPNSNFFREMN
DASEVLAVIFDCLHRSCTSSSSISDTESEESNCSGSWDCSNSACIAHTLFGMDIFERMNCYNCGLESKHLKYTSFFHHIN
ASALRTMKAMCADSSFDELLNLVEMNHQLACDTEAGGCGKLNHIHHILSGPPHVFTTVLGWQNTRESVDDISATLAALTT
ELDIGVMYRGLDPGNRHCLVSVVCYYGQHYHCFAYSHEHERWIMYDDMTVKVIGDWNDVLAMCEKGHLQPQVLFFEAVEM
GHKKRNPLSSRSKPTSPSPSQLHSSSSSSLPLVPFDSLNNGFLEDEERVFESQLQIQTNTPSHSLIKLECEKALNSLRRG
NHTKALRLMRESCVRHETCALLYRVQGTICVKVATSIEENKEKQKYMKTAVESAKKAVCLSPNSIEFAHFYANLLYDVSS
DSKGYEEVVQECERALLIENPVDPAKESLQDESQLKLSTTEARINHVQQELRSLIQKSNIASISTWMKNLGNGNGEEKFR
LIPMRRVSEDPMEVRLIQNRRPNEIKKATKTPDERRKEIEVRVAAARLLQQKSDLPQSQNDDDKTTESSSGNNRLGERRK
NSRKVVSSVDRMDRVHPYWNSMTLDRKQSLLEVNVHDLRTHFSSSKDGVPTDVISEAVLFAEANKTWKFWICCSCNETFT
DLESQVQHVLREHIGNLSPKLHSVLPQEVDTDWVEMLLNGSWKPIDVPASIKMLEDQSKCHSPMLVDSPEGGTQADGIKE
DCLTNDWCSKDAWYSSFDEESNPQTNEDTTIEQIENGNHVERRKHDNSFNFELIEYESNRWSKEFWPLSNDSEREKLLEK
IHGMFQLLLRHKYLSASQLNKVIQYAMDELQGLGPVSQRLDHTPICICFLGALQLKKVLKFLQDLSHSCGLSRYPEKNSP
ADETQSATQEPEIKERIVLSDDSSCLILDERLLYGEFTSGMYSENSCSAAATSSSIVGSDHDDVAPDSDALLSWIFTGPP
SGEQTATWTHMREEKKNRALETVQQLQKEFSLLQSLCDRKCDHLNYDEALQVVENLCFEELKKREHATKFASQSYEAILR
KRQEELIDVDRDNDVASISGRIELEAITNIFKEAQALSITQYGYEDTFSGVTSRLCDLESGGEDDWRMQDYMQQADTCIE
VAIQKQKEQLTLELSKIDARIMRCVNGMQQFELKLGPSSSYDYRAIILPLVKSFLRAYLEELVDKDAREKSDAASEAFLA
ELDREKGNNKGGDHSKQSQEKSKDKKKSKDYRKTKDTKAIGSSEQNFLNEETADQDECPVTSNQDSELVGIESTEDFKQE
QEEYRRKIELEEVERKLEETLEYQRKIENEFKLKHLAEQQKKASGTLVENVVEGFSGVDIQPGAVDPLLHEHMRNCEPLR
LPSDDDSSVSLKALDVGYSNSQVYSPSNCQKIVSDESNKYFGRHNIIFGSDLVSVPLNYNEKPQDSHIYENQSAVLPKEL
LPIKDTERTVVPNKISVDYNSESFGKTNDHSYAKGKQGLLNHGTMEDSVLPTDRRTKKHGKRQNSSTKLLDGNSRPLLPG
KETVAVRKSQSEVFTREQANPTDQEVLPSGTSDLYLGDNATKTLRQLHAEEVDEERFQADLKRAVRQSLDTFQSKQDKAM
DPRSRVPSKISPQDDFVVSPNEVTIQSMNKLDVVGTGLRNEVGEYNCFLNVIIQSLWHLQRFREEFLRMLTSKHVHVGDP
CVVCALYDIFTALNVASMDLRKEAVAPTQLRIALSNLYPNSNFFREAQMNDASEVLAVIFDCLHRSCTSSSSISDTESEE
SNCSGSWDCSNSACIAHTLFGMDIFERMNCYNCGLESKHLKYTSFFHHINASALRTMKAMCADSSFDELLNLVEMNHQLA
CDTEAGGCGKLNHIHHILSGPPHVFTTVLGWQNTRESVDDISATLAALTTELDIGVMYRGLDPGNRHCLVSVVCYYGQHY
HCFAYSHEHERWIMYDDMTVKVIGDWNDVLAMCEKGHLQPQVLFFEAVEMGHKKRNPLSSRSKPTSPSPSQLHSSSSSSL
PLVPFDSLNNGFLEDEERVFESQLQIQTNTPSHSLIKLECEKALNSLRRGNHTKALRLMRESCVRHETCALLYRVQGTIC
VKVATSIEENKEKQKYMKTAVESAKKAVCLSPNSIEFAHFYANLLYDVSSDSKGYEEVVQECERALLIENPVDPAKESLQ
DESQLKLSTTEARINHVQQELRSLIQKSNIASISTWMKNLGNGNGEEKFRLIPMRRVSEDPMEVRLIQNRRPNEIKKATK
TPDERRKEIEVRVAAARLLQQKSDLPQSQNDDDKTTESSSGNNRLGERRKNSRKVVSSVDRMDRVHPYWNSMTLDRKQSL
LEVNVHDLRTHFSSSKDGVPTDVISEAVLFAEANKTWKFWICCSCNETFTDLESQVQHVLREHIGNLSPKLHSVLPQEVD
TDWVEMLLNGSWKPIDVPASIKMLEDQSKCHSPMLVDSPEGGTQADGIKEDCLTNDWCSKDAWYSSFDEESNPQTNEDTT
IEQIENGNHVERRKHDNSFNFELIEYESNRWSKEFWPLSNDSEREKLLEKIHGMFQLLLRHKYLSASQLNKVIQYAMDEL
QGLGPVSQRLDHTPICICFLGALQLKKVLKFLQDLSHSCGLSRYPEKNSPADETQSATQEPEIKERIVLSDDSSCLILDE
RLLYGEFTSGMYSENSCSAAATSSSIVGSDHDDVAPDSDALLSWIFTGPPSGEQTATWTHMREEKKNRALETVQQLQKEF
SLLQSLCDRKCDHLNYDEALQVVENLCFEELKKREHATKFASQSYEAILRKRQEELIDVDRDNDVASISGRIELEAITNI
FKEAQALSITQYGYEDTFSGVTSRLCDLESGGEDDWRMQDYMQQADTCIEVAIQKQKEQLTLELSKIDARIMRCVNGMQQ
FELKLGPSSSYDYRAIILPLVKSFLRAYLEELVDKDAREKSDAASEAFLAELDREKGNNKGGDHSKQSQEKSKDKKKSKD



YRKTKDTKVLCRAIGSSEQNFLNEETADQDECPVTSNQDSELVGIESTEDFKQEQEEYRRKIELEEVERKLEETLEYQRK
IENEFKLKHLAEQQKKASGTLVENVVEGFSGVDIQPGAVDPLLHEHMRNCEPLRLPSDDDSSVSLKALDVGYSNSQVYSP
SNCQKIVSDESNKYFGRHNIIFGSDLVSVPLNYNEKPQDSHIYENQSAVLPKELLPIKDTERTVVPNKISVDYNSESFGK
TNDHSYAKGKQGLLNHGTMEDSVLPTDRRTKKHGKRQNSSTKLLDGNSRPLLPGKETVAVRKSQSEVFTREQANPTDQEV
LPSGTSDLYLGDNATKTLRQLHAEEVDEERFQADLKRAVRQSLDTFQSKQDKAMDPRSRVPSKISPQDDFVVSPNEVTIQ
SMNKLDVVGTGLRNEVGEYNCFLNSLWHLQRFREEFLRMLTSKHVHVGDPCVVCALYDIFTALNVASMDLRKEAVAPTQL
RIALSNLYPNSNFFREAQMNDASEVLAVIFDCLHRSCTSSSSISDTESEESNCSGSWDCSNSACIAHTLFGMDIFERMNC
YNCGLESKHLKYTSFFHHINASALRTMKAMCADSSFDELLNLVEMNHQLACDTEAGGCGKLNHIHHILSGPPHVFTTVLG
WQNTRESVDDISATLAALTTELDIGVMYRGLDPGNRHCLVSVVCYYGQHYHCFAYSHEHERWIMYDDMTVKVIGDWNDVL
AMCEKGHLQPQVLFFEAVE                                                             
>Acoe_004_00035                                                                 
MSVSGLSIDLYPLLQFIFTAFLIAIGILHLVKTTASKYFVVDEDNTSNFEQQQQTTTSSTTTTTRRRRERRRREEVASMV
AVANTGDGCSCALCGNFGIKQCSACKAVKYCSASCQSAHWKAGHKQKCKELKFFRAIDATPSLPGCVEKVSVCDKGLPRL
KKVLFPYEDFVKLYNWENIEFFPCGLLNCGNSCYANVVLQCLSCTRPLIAYLLEVGHKEKCRRNDWCFLCELETHVVRAR
FKRQPFSPMNILSRLPNIGANLGYGKQEDAHEFMRFAIDTMQSVCLDEFGGEKALHPSSQETTLIQYIFGGHLQSQVKCS
ECNKISYRHENMMDLTVEIQGDAESLEECLEQFTAEELLDGENMYKCEGCNDYVKASKRLAIHHAPNILTIALKRFQSGR
FGKLNKRVAFPETLDLGPYMTEPRYGTDLYQLYAVVVHVDMLNASYFGHYICYTKDSHGNWHRIDDCRVTAVDLEEVLAQ
GAYMLLYSRTCVRPSFVKPVESCKEEKLEEVAVVETAQPCSLAAVDSEGSIESLSSVASVSTDVRSPTEEEMEQRVDVVM
EAQPCFQLPVEGSLKTMATDVGSSTTEPSSDKNDSVCMNLDMPVEFNSRFGSTIVAEVPIDIKSNSLDMEIDGDPAFSSC
MQLEDCDNEQPHSSDIGSSVEVINGGVLASAPLTEAFQSGETHGSNCEVSVTTDKQNFEAGNGVYNNESVLSEVSVDNSL
PSQSDIHELAEMSCSHPSSGLNSVPSNLQERSSSRFCIPQNLKLEQDSTFESFNGIPAVKIAKGNTSHLIGYKSCSNSKQ
RPAFYPGFLDKRTRKSEKFSNGAEPGYECSNVSSHVAEIAPAVKLADGVHISAPLTNAPLLTEAYDSGNELKEPNNYVDQ
IIENGNSSLSSQKVGSFPHDHTDHEMNETTNVPVVALDSDREMLDVANLVNSFQTQQSPSLVHIASDESCEGVTGAQHME
SLSSNMNKVNSFSRRSKPVFSPGFLDKQSKVKFHNKNDAPEGLGQHGSSCKVNNCNGFTNPGSHLQNGSEANSYDTNFGG
TSLLKSTKVLENNDEKIHVDKDERIGRAQGEAVDSCNNIGENKTCNLNQTQGTYWGNGEDLFSPGFLNRPSQKNSLKKKC
EKTFMEEDERIANLPREACDPPQSHCNGNENGFCFDENRICDQNQRREMFCGNANGNDNDIVSPGGRRKNKSLIKDDEGT
SLSGTGSSNHERSKVPRVGMSVSGLSIDLYPLLQFIFTAFLIAIGILHLVKTTASKYFVVDEDNTSNFEQQQQTTTSSTT
TTTRRRRERRRREEVASMVAVANTGDGCSCALCGNFGIKQCSACKAVKYCSASCQSAHWKAGHKQKCKELKFFRAIDATP
SLPGCVEKVSVCDKGLPRLKKVLFPYEDFVKLYNWENIEFFPCGLLNCGNSCYANVVLQCLSCTRPLIAYLLEVGHKEKC
RRNDWCFLCELETHVVRARFKRQPFSPMNILSRLPNIGANLGYGKQEDAHEFMRFAIDTMQSVCLDEFGGEKALHPSSQE
TTLIQYIFGGHLQSQVKCSECNKISYRHENMMDLTVEIQGDAESLEECLEQFTAEELLDGENMYKCEGCNDYVKASKRLA
IHHAPNILTIALKRFQSGRFGKLNKRVAFPETLDLGPYMTEPRYGTDLYQLYAVVVHVDMLNASYFGHYICYTKDSHGNW
HRIDDCRVTAVDLEEVLAQGAYMLLYSRTCVRPSFVKPVESCKEEKLEEVAVVETAQPCSLAAVDSEGSIESLSSVASVS
TDVRSPTEEEMEQRVDVVMEAQPCFQLPVEGSLKTMATDVGSSTTEPSSDKNDSLEDCDNEQPHSSDIGSSVEVINGGVL
ASAPLTEAFQSGETHGSNCEVSVTTDKQNFEAGNGVYNNESVLSEVSVDNSLPSQSDIHELAEMSCSHPSSGLNSVPSNL
QERSSSRFCIPQNLKLEQDSTFESFNGIPAVKIAKGNTSHLIGYKSCSNSKQRPAFYPGFLDKRTRKSEKFSNGAEPGYE
CSNVSSHVAEIAPAVKLADGVHISAPLTNAPLLTEAYDSGNELKEPNNYVDQIIENGNSSLSSQKVGSFPHDHTDHEMNE
TTNVPVVALDSDREMLDVANLVNSFQTQQSPSLVHIASDESCEGVTGAQHMESLSSNMNKVNSFSRRSKPVFSPGFLDKQ
SKVKFHNKNDAPEGLGQHGSSCKVNNCNGFTNPGSHLQNGSEANSYDTNFGGTSLLKSTKVLENNDEKIHVDKDERIGRA
QGEAVDSCNNIGENKTCNLNQTQGTYWGNGEDLFSPGFLNRPSQKNSLKKKCEKTFMEEDERIANLPREACDPPQSHCNG
NENGFCFDENRICDQNQRREMFCGNANGNDNDIVSPGGRRKNKSLIKDDEGTSLSGTGSSNHERSKVPRVG         
>Acoe_004_00584                                                                 
MTMMNPAPLDQQQEDDEMLVPNSDIVEGPQPMEVAAQVEAVSTVENQPVEDPPSSRFTWRIENFTRLNNKKHYSDAFVVG
GYKWRVLIFPKGNNVDQLSMYLDVADSSTLPYGWSRYAQFSLSVVNQVYGKYTVRKDTQHQFNARESDWGFTSFMPLSEL
YDPGRGYLVSDTCIIEAEVAVRKVVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMPSG
SIPLALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQQLFEGHHMNYIEC
INVDYKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEQHGLQDAKKGVLFIDFPPVLQLQLKRFEYDFM
RDTMVKINDRYEFPLTLDLDRENGKYLSPDADRGVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWFKFDDERVTKED
LKRALEEQYGGEEELPQTNPGFNNTPFKFTKYSNAYMLVYIRDSDKDKIICNVDEKDIAEHLRMRLKKEQEEKEHKKKEK
AEAHLYTIIKVARNEDLVEQIGRDIYFDLVDHDKVRSFRIQKQMSFNVFKEEVAKEFGVPVEFQRFWLWAKRQNHTYRPN
RPLTHQEETQSVGQLREVSNKAHNAELKLFLEVELGPESIPISPPEKTKEDILLFFKLYDPKKEELRYVGRLFVKGSGKP
IEILPKLNEMAGFSPDEEIDLYEEIKFEPSVMCEPIEKKVTFRSSQLEDGDIVCFQKSLTAESGEEFRHAEVPSFLEYVH
NRQVVHFRSLEKPKEDDFCLELSKTFTYDDVVEKVAGHLGLDDPSKIRLTSHNCYSQQPKPQPIKFRGVDHLSDMLVHYN
QTSDILYYEVLDIPLPELQTLKTLKVAFHHAAKDEVVIHSIRLPKQSTVGDVIEDLKKKVELSDPEAELRLLEVFYHKIY
KIFPPGEKIENINDQYWTLRAEEIPEEEKNLGPHDRLIHVYHFTKDASQNQLQQVQNFGEPFFLVIHEGETLSEVKVRIQ
KKLQVTDEEFSKWKFAFLSLGRPEYLLDSDIVSSRFQRRDVYGAWEQYLGLEHSDTAPKRAYAANQKVGEVFPGMQCCFF
SFDNDPLRSFSFLYYEGPLMTMMNPAPLDQQQEDDEMLVPNSDIVEGPQPMEVAAQVEAVSTVENQPVEDPPSSRFTWRI
ENFTRLNNKKHYSDAFVVGGYKWRVLIFPKGNNVDQLSMYLDVADSSTLPYGWSRYAQFSLSVVNQVYGKYTVRKDTQHQ
FNARESDWGFTSFMPLSELYDPGRGYLVSDTCIIEAEVAVRKVVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIP
YFRKAVYHMPTTENDMPSGSIPLALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTV
VEGTIQQLFEGHHMNYIECINVDYKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEQHGLQDAKKGVLF
IDFPPVLQLQLKRFEYDFMRDTMVKINDRYEFPLTLDLDRENGKYLSPDADRGVRNLYTLHSVLVHSGGVHGGHYYAFIR



PTLSDQWFKFDDERVTKEDLKRALEEQYGGEEELPQTNPGFNNTPFKFTKYSNAYMLVYIRDSDKDKIICNVDEKDIAEH
LRMRLKKEQEEKEHKKKEKAEAHLYTIIKVARNEDLVEQIGRDIYFDLVDHDKVRSFRIQKQMSFNVFKEEVAKEFGVPV
EFQRFWLWAKRQNHTYRPNRPLTHQEETQSVGQLREVSNKAHNAELKLFLEVELGPESIPISPPEKTKEDILLFFKLYDP
KKEELRYVGRLFVKGSGKPIEILPKLNEMAGFSPDEEIDLYEEIKFEPSVMCEPIEKKVTFRSSQLEDGDIVCFQKSLTA
ESGEEFRHAEVPSFLEYVHNRQVVHFRSLEKPKEDDFCLELSKTFTYDDVVEKVAGHLGLDDPSKIRLTSHNCYSQQPKP
QPIKFRGVDHLSDMLVHYNQTSDILYYEVLDIPLPELQTLKTLKVAFHHAAKDEVVIHSIRLPKQSTVGDVIEDLKKKVE
LSDPEAELRLLEVFYHKIYKIFPPGEKIENINDQYWTLRAEEIPEEEKNLGPHDRLIHVYHFTKDASQNQLQQVQNFGEP
FFLVIHEGETLSEVKVRIQKKLQVTDEEFSKWKFAFLSLGRPEYLLDSDIVSSRFQRRDVYGAWEQYLGLEHSDTAPKRA
YAANQNRHTYEKPVKIYNMTMMNPAPLDQQQEDDEMLVPNSDIVEGPQPMEAAQVEAVSTVENQPVEDPPSSRFTWRIEN
FTRLNNKKHYSDAFVVGGYKWRVLIFPKGNNVDQLSMYLDVADSSTLPYGWSRYAQFSLSVVNQVYGKYTVRKDTQHQFN
ARESDWGFTSFMPLSELYDPGRGYLVSDTCIIEAEVAVRKVVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYF
RKAVYHMPTTENDMPSGSIPLALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVE
GTIQQLFEGHHMNYIECINVDYKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEQHGLQDAKKGVLFID
FPPVLQLQLKRFEYDFMRDTMVKINDRYEFPLTLDLDRENGKYLSPDADRGVRNLYTLHSVLVHSGGVHGGHYYAFIRPT
LSDQWFKFDDERVTKEDLKRALEEQYGGEEELPQTNPGFNNTPFKFTKYSNAYMLVYIRDSDKDKIICNVDEKDIAEHLR
MRLKKEQEEKEHKKKEKAEAHLYTIIKVARNEDLVEQIGRDIYFDLVDHDKVRSFRIQKQMSFNVFKEEVAKEFGVPVEF
QRFWLWAKRQNHTYRPNRPLTHQEETQSVGQLREVSNKAHNAELKLFLEVELGPESIPISPPEKTKEDILLFFKLYDPKK
EELRYVGRLFVKGSGKPIEILPKLNEMAGFSPDEEIDLYEEIKFEPSVMCEPIEKKVTFRSSQLEDGDIVCFQKSLTAES
GEEFRHAEVPSFLEYVHNRQVVHFRSLEKPKEDDFCLELSKTFTYDDVVEKVAGHLGLDDPSKIRLTSHNCYSQQPKPQP
IKFRGVDHLSDMLVHYNQTSDILYYEVLDIPLPELQTLKTLKVAFHHAAKDEVVIHSIRLPKQSTVGDVIEDLKKKVELS
DPEAELRLLEVFYHKIYKIFPPGEKIENINDQYWTLRAEEIPEEEKNLGPHDRLIHVYHFTKDASQNQLQQVQNFGEPFF
LVIHEGETLSEVKVRIQKKLQVTDEEFSKWKFAFLSLGRPEYLLDSDIVSSRFQRRDVYGAWEQYLGLEHSDTAPKRAYA
ANQNRHTYEKPVKIYNMTMMNPAPLDQQQEDDEMLVPNSDIVEGPQPMEVAAQVEAVSTVENQPVEDPPSSRFTWRIENF
TRLNNKKHYSDAFVVGGYKWRVLIFPKGNNVDQLSMYLDVADSSTLPYGWSRYAQFSLSVVNQVYGKYTVRKDTQHQFNA
RESDWGFTSFMPLSELYDPGRGYLVSDTCIIEAEVAVRKVVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFR
KAVYHMPTTENDMPSGSIPLALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEG
TIQQLFEGHHMNYIECINVDYKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEQHGLQDAKKGVLFIDF
PPVLQLQLKRFEYDFMRDTMVKINDRYEFPLTLDLDRENGKYLSPDADRGVRNLYTLHSVLVHSGGVHGGHYYAFIRPTL
SDQWFKFDDERVTKEDLKRALEEQYGGEEELPQTNPGFNNTPFKFTKYSNAYMLVYIRDSDKDKIICNVDEKDIAEHLRM
RLKKEQEEKEHKKKEKAEAHLYTIIKVARNEDLVEQIGRDIYFDLVDHDKVRSFRIQKQMSFNVFKEEVAKEFGVPVEFQ
RFWLWAKRQNHTYRPNRPLTHQEETQSVGQLREVSNKAHNAELKLFLEVELGPESIPISPPEKTKEDILLFFKLYDPKKE
ELRYVGRLFVKGSGKPIEILPKLNEMAGFSPDEEIDLYEEIKFEPSVMCEPIEKKVTFRSSQLEDGDIVCFQKSLTAESG
EEFRHAEVPSFLEYVHNRQVVHFRSLEKPKEDDFCLELSKTFTYDDVVEKVAGHLGLDDPSKIRLTSHNCYSQQPKPQPI
KFRGVDHLSDMLVHYNQTSDILYYEVLDIPLPELQTLKTLKVAFHHAAKDEVVIHSIRLPKQSTVGDVIEDLKKKVELSD
PEAELRLLEVFYHKIYKIFPPGEKIENINDQYWTLRAEEIPEEEKNLGPHDRLIHVYHFTKDASQNQLQVQNFGEPFFLV
IHEGETLSEVKVRIQKKLQVTDEEFSKWKFAFLSLGRPEYLLDSDIVSSRFQRRDVYGAWEQYLGLEHSDTAPKRAYAAN
QNRHTYEKPVKIYNMTMMNPAPLDQQQEDDEMLVPNSDIVEGPQPMEVAAQVEAVSTVENQPVEDPPSSRFTWRIENFTR
LNNKKHYSDAFVVGGYKWRVLIFPKGNNVDQLSMYLDVADSSTLPYGWSRYAQFSLSVVNQVYGKYTVRKDTQHQFNARE
SDWGFTSFMPLSELYDPGRGYLVSDTCIIEAEVAVRKVVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKA
VYHMPTTENDMPSGSIPLALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTI
QQLFEGHHMNYIECINVDYKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEQHGLQDAKKGVLFIDFPP
VLQLQLKRFEYDFMRDTMVKINDRYEFPLTLDLDRENGKYLSPDADRGVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSD
QWFKFDDERVTKEDLKRALEEQYGGEEETNPGFNNTPFKFTKYSNAYMLVYIRDSDKDKIICNVDEKDIAEHLRMRLKKE
QEEKEHKKKEKAEAHLYTIIKVARNEDLVEQIGRDIYFDLVDHDKVRSFRIQKQMSFNVFKEEVAKEFGVPVEFQRFWLW
AKRQNHTYRPNRPLTHQEETQSVGQLREVSNKAHNAELKLFLEVELGPESIPISPPEKTKEDILLFFKLYDPKKEELRYV
GRLFVKGSGKPIEILPKLNEMAGFSPDEEIDLYEEIKFEPSVMCEPIEKKVTFRSSQLEDGDIVCFQKSLTAESGEEFRH
AEVPSFLEYVHNRQVVHFRSLEKPKEDDFCLELSKTFTYDDVVEKVAGHLGLDDPSKIRLTSHNCYSQQPKPQPIKFRGV
DHLSDMLVHYNQTSDILYYEVLDIPLPELQTLKTLKVAFHHAAKDEVVIHSIRLPKQSTVGDVIEDLKKKVELSDPEAEL
RLLEVFYHKIYKIFPPGEKIENINDQYWTLRAEEIPEEEKNLGPHDRLIHVYHFTKDASQNQLQQVQNFGEPFFLVIHEG
ETLSEVKVRIQKKLQVTDEEFSKWKFAFLSLGRPEYLLDSDIVSSRFQRRDVYGAWEQYLGLEHSDTAPKRAYAANQNRH
TYEKPVKIYNMTMMNPAPLDQQQEDDEMLVPNSDIVEGPQPMEVAAQVEAVSTVENQPVEDPPSSRFTWRIENFTRLNNK
KHYSDAFVVGGYKWRVLIFPKGNNVDQLSMYLDVADSSTLPYGWSRYAQFSLSVVNQVYGKYTVRKDTQHQFNARESDWG
FTSFMPLSELYDPGRGYLVSDTCIIEAEVAVRKVVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHM
PTTENDMPSGSIPLALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQQLF
EGHHMNYIECINVDYKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEQHGLQDAKKGVLFIDFPPVLQL
QLKRFEYDFMRDTMVKINDRYEFPLTLDLDRENGKYLSPDADRGVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWFK
FDDERVTKEDLKRALEEQYGGEEELPQTNPGFNNTPFKFTKYSNAYMLVYIRDSDKDKIICNVDEKDIAEHLRMRLKKEQ
EEKEHKKKEKAEAHLYTIIKVARNEDLVEQIGRDIYFDLVDHDKVRSFRIQKQMSFNVFKEEVAKEFGVPVEFQRFWLWA
KRQNHTYRPNRPLTHQEETQSVGQLREVSNKAHNAELKLFLEVELGPESIPISPPEKTKEDILLFFKLYDPKKEELRYVG
RLFVKGSGKPIEILPKLNEMAGFSPDEEIDLYEEIKFEPSVMCEPIEKKVTFRSSQLEDGDIVCFQKSLTAESGEEFRHA
EVPSFLEYVHNRQVVHFRSLEKPKEDDFCLELSKTFTYDDVVEKVAGHLGLDDPSKIRLTSHNCYSQQPKPQPIKFRGVD
HLSDMLVHYNQTSDILYYEVLDIPLPELQTLKTLKVAFHHAAKDEVVIHSIRLPKQSTVGDVIEDLKKKVELSDPEAELR



LLEVFYHKIYKIFPPGEKIENINDQYWTLRAEEIPEEEKNLGPHDRLIHVYHFTKDASQNQLVQNFGEPFFLVIHEGETL
SEVKVRIQKKLQVTDEEFSKVLNPLMSSLLPVRNKLQLQIFLNFLSMMTMMNPAPLDQQQEDDEMLVPNSDIVEGPQPME
VAAQVEAVSTVENQPVEDPPSSRFTWRIENFTRLNNKKHYSDAFVVGGYKWRVLIFPKGNNVDQLSMYLDVADSSTLPYG
WSRYAQFSLSVVNQVYGKYTVRKDTQHQFNARESDWGFTSFMPLSELYDPGRGYLVSDTCIIEAEVAVRKVVDYWTYDSK
KETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMPSGSIPLALQSLFYKLQYSDNSVATKELTKSFGWDT
YDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIQQLFEGHHMNYIECINVDYKSTRKESFYDLQLDVKGCRDVYASFDKY
VEVERLEGDNKYHAEQHGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTMVKINDRYEFPLTLDLDRENGKYLSPDADR
GVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWFKFDDERVTKEDLKRALEEQYGGEEELPQTNPGFNNTPFKFTKYS
NAYMLVYIRDSDKDKIICNVDEKDIAEHLRMRLKKEQEEKEHKKKEKAEAHLYTIIKVARNEDLVEQIGRDIYFDLVDHD
KVRSFRIQKQMSFNVFKEEVAKEFGVPVEFQRFWLWAKRQNHTYRPNRPLTHQEETQSVGQLREVSNKAHNAELKLFLEV
ELGPESIPISPPEKTKEDILLFFKLYDPKKEELRYVGRLFVKGSGKPIEILPKLNEMAGFSPDEEIDLYEEIKFEPSVMC
EPIEKKVTFRSSQLEDGDIVCFQKSLTAESGEEFRHAEVPSFLEYVHNRQVVHFRSLEKPKEDDFCLELSKTFTYDDVVE
KVAGHLGLDDPSKIRLTSHNCYSQQPKPQPIKFRGVDHLSDMLVHYNQTSDILYYEVLDIPLPELQTLKTLKVAFHHAAK
DEVVIHSIRLPKQSTVGDVIEDLKKKVELSDPEAELRLLEVFYHKIYKVINVI                           
>Acoe_007_00565                                                                 
MLVPGDLGFTGLVLVFLLFFFFGPIVSFLIQKKWRIAVEKKEEIMRLVAMASEEAARAEFEASNGVFADYDNDNVVLHQV
SSSPRPFKCAVCYCPTTTRCSRCKLVRYCSGKCQIIHWRRGHKDECHPPSINSTHFNSPGSDCDQNVILQGEQFKCYEKD
LELDSRWSTKSSKRFSKRSASSKVSLSPELRGDDTSCVSFSTSTTNHESDSSWARFSTSTISNESSLDVSVDEGQRCKHL
SRSKKPLPNDVFPDVVENNSDVNETKTLPPEFTGSRTSVNNISFSSKLRAKISSCRPGVINCELAKSSGSCINDFDECKF
TENSTCPSDILKSNLSTSSRGHDVGEDAIKFSETVDGISPNPGSFSQFPSNFKPQILEFDDAYPKCFGNKRPTDIVTPPE
NIGRNDCTTEIFPAKPSRSSDYVDNVQSNSSQLPDSKGRRSSSSSASDRHPSSGTRRSSTSSDKSTKVDNFHNMPTGLPE
LASSSPNTSGGLRTSVRKVVQQFKVPKPSKTNPFGLSEVAERNNYKMLFPYDLFIKLYNWGKIELRPSGLMNCGNSCYAN
AVLQCLAFTQPLTAYLLQGLHSRACPRKEWCFTCEFEFLIQKASEGNSPLSPIGILSQLQSIGSHLGHGKEEDAHEFLRY
AIDTMQSVCLKEAGVYALSPLAEETTLVGLIFGGYLRSKIKCMKCLGKSERHERMMDLTVEIQGDIGTLEEALGKYTATE
ILDGENKYLCNRCKSYEKAKKKMTVLEAPNVLTIAFKRFQSGKFGKLNKSIRFPEILNLAPYMSGKSDKSPVYKLYGVVV
HVDVMNAAFSGHYVCYVKNLQGKWFKIDDSTVKPVELGRVLSKGAYMLLYSRCSPQPPSFIRNVMMSNSFKMKRDRSSEA
PSNCKRDTNAREKFSAAALRAGTATSTAHRRPETYPCQMTLDGLSSIESLGQFNRRIHQINRVPVLDSSSDSSSLFSCSD
EGSCSTESTRDSTSTDDLSDYIFGESRFGWNSPWRGSDDVSCSSPFIRSPSTFAHRNDLSSYETNGYPSMPVMNADKFST
RPHPDGKGLQEVEMPPFLYSDTSQNCRKLADRNSNNSGSNSSSETNLDHLGWGNPSYMKSGVSLRRPIWERTAQTFMLVP
GDLGFTGLVLVFLLFFFFGPIVSFLIQKKWRIAVEKKEEIMRLVAMASEEAARAEFEASNGVFADYDNDNVVLHQVSSSP
RPFKCAVCYCPTTTRCSRCKLVRYCSGKCQIIHWRRGHKDECHPPSINSTHFNSPGSDCDQNVILQGEQFKCYEKDLELD
SRWSTKSSKRFSKRSASSKVSLSPELRGDDTSCVSFSTSTTNHESDSSWARFSTSTISNESSLDVSVDEGQRCKHLSRSK
KPLPNDVFPDVVENNSDVNETKTLPPEFTGSRTSVNNISFSSKLRAKISSCRPGVINCELAKSSGSCINDFDECKFTENS
TCPSDILKSNLSTSSRGHDVGEDAIKFSETVDGISPNPGSFSQFPSNFKPQILEFDDAYPKCFGNKRPTDIVTPPENIGR
NDCTTEIFPAKPSRSSDYVDNVQSNSSQLPDSKGRRSSSSSASDRHPSSGTRRSSTSSDKSTKVDNFHNMPTGLPELASS
SPNTSGGLRTSVRKVVQQFKVPKPSKTNPFGLSEVAERNNYKMLFPYDLFIKLYNWGKIELRPSGLMNCGNSCYANAVLQ
CLAFTQPLTAYLLQGLHSRACPRKEWCFTCEFEFLIQKASEGNSPLSPIGILSQLQSIGSHLGHGKEEDAHEFLRYAIDT
MQSVCLKEAGVYALSPLAEETTLVGLIFGGYLRSKIKCMKCLGKSERHERMMDLTVEIQGDIGTLEEALGKYTATEILDG
ENKYLCNRCKSYEKAKKKMTVLEAPNVLTIAFKRFQSGKFGKLNKSIRFPEILNLAPYMSGKSDKSPVYKLYGVVVHVDV
MNAAFSGHYVCYVKNLQGKWFKIDDSTVKPVELGRVLSKGAYMLLYSSFKMKRDRSSEAPSNCKRDTNAREKFSAAALRA
GTATSTAHRRPETYPCQMTLDGLSSIESLGQFNRRIHQINRVPVLDSSSDSSSLFSCSDEGSCSTESTRDSTSTDDLSDY
IFGESRFGWNSPWRGSDDVSCSSPFIRSPSTFAHRNDLSSYETNGYPSMPVMNADKFSTRPHPDGKGLQEVEMPPFLYSD
TSQNCRKLADRNSNNSGSNSSSETNLDHLGWGNPSYMKSGVSLRRPIWERTAQTFMLVPGDLGFTGLVLVFLLFFFFGPI
VSFLIQKKWRIAVEKKEEIMRLVAMASEEAARAEFEASNGVFADYDNDNVVLHQVSSSPRPFKCAVCYCPTTTRCSRCKL
VRYCSGKCQIIHWRRGHKDECHPPSINSTHFNSPGSDCDQNVILQGEQFKCYEKDLELDSRWSTKSSKRFSKRSASSKRC
KHLSRSKKPLPNDVFPDVVENNSDVNETKTLPPEFTGSRTSVNNISFSSKLRAKISSCRPGVINCELAKSSGSCINDFDE
CKFTENSTCPSDILKSNLSTSSRGHDVGEDAIKFSETVDGISPNPGSFSQFPSNFKPQILEFDDAYPKCFGNKRPTDIVT
PPENIGRNDCTTEIFPAKPSRSSDYVDNVQSNSSQLPDSKGRRSSSSSASDRHPSSGTRRSSTSSDKSTKVDNFHNMPTG
LPELASSSPNTSGGLRTSVRKVVQQFKVPKPSKTNPFGLSEVAERNNYKMLFPYDLFIKLYNWGKIELRPSGLMNCGNSC
YANAVLQCLAFTQPLTAYLLQGLHSRACPRKEWCFTCEFEFLIQKASEGNSPLSPIGILSQLQSIGSHLGHGKEEDAHEF
LRYAIDTMQSVCLKEAGVYALSPLAEETTLVGLIFGGYLRSKIKCMKCLGKSERHERMMDLTVEIQGDIGTLEEALGKYT
ATEILDGENKYLCNRCKSYEKAKKKMTVLEAPNVLTIAFKRFQSGKFGKLNKSIRFPEILNLAPYMSGKSDKSPVYKLYG
VVVHVDVMNAAFSGHYVCYVKNLQGKWFKIDDSTVKPVELGRVLSKGAYMLLYSRCSPQPPSFIRNVMMSNSFKMKRDRS
SEAPSNCKRDTNAREKFSAAALRAGTATSTAHRRPETYPCQMTLDGLSSIESLGQFNRRIHQINRVPVLDSSSDSSSLFS
CSDEGSCSTESTRDSTSTDDLSDYIFGESRFGWNSPWRGSDDVSCSSPFIRSPSTFAHRNDLSSYETNGYPSMPVMNADK
FSTRPHPDGKGLQEVEMPPFLYSDTSQNCRKLADRNSNNSGSNSSSETNLDHLGWGNPSYMKSGVSLRRPIWERTAQTF 
>Acoe_007_00611                                                                 
KKRPEDCPYLHTINRQVLNFNFKKKCSVSNQVYNVYACLVCGKYYQGRSRQSPAYAHSLKEDHHIYINLETERVYCLPDG
DEIIDPSLDDIRHNCKSHLVNQFGELVRKIWAPNFKGQIYPHEFLQAVMGASNKRFGMDKQSNPVEFMSWLLNALHADLA
SFNGENRSIIQDCFRGELEIVKEKKDGSGDSNNLVMEETYRAPFVMLGLDLPPPPVFRDAEEKITTPQVPLYKIMKKFDG
ESVTEVVRPCKASMRYHIAILPQYLILHMRRFTKNNYFVEKNPTLVKFPVKNLELKDYNPLPPPNENEELRSKYDLIANT
VHDGEPDTGSYRVFVQQKSEELWYEIQDLRVAESHPDVVALSEAYIQIYEQQHWGSNLVEKI                  



>Acoe_009_00614                                                                 
MTVMTPPPPIDQEDEDMLVPHSDLVEGPQPMEAQADTAVSTVENQPVEDPASSRFTWQIENFSRLNTKKHYSEVFIVGGY
KWRVLIFPKGNNVDHLSMYLDVADSANLPYGWSRFAQFSLAVVNQGSNRYTVRKDTQHQFNVRESDWGFTSFMPLSELYD
ISKGFLHNDTLVIEAEVAVRKVVDYWSYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMPSGSI
PLALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEVKMKGTVVEGTIQQLFEGHHMNYIECIN
VDYKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEQHGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRD
TMVKINDRYEFPLQLDLDRENRKYLSPDADSRVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWLKFDDERVTKEDMK
RALEEQYGGEEELPQTNPGFNNTPFKFTKYSNAYMLVYIRDSDKDKIICNVDEQDIAEHLRVRLKKEQEEKEHKKKEKAE
AHLYTIIKVARNEDLAEQIGRDIYFDLVDHDKVRSFRIQKQTAFNVFKEEVAKEFGIPVQYQRFWLWAKRQNHTYRPNRP
LTPQEETQSVGMLREVSNKAHNAELKLFLEVELGQDLLPIEPPEKTKEDILLFFKLYDPVKEELRYIGRIFVKGSGKPSE
ILTKLNEMAGFPSNQEIELYEEIKFEPSVMCEHIDKKVSFRSSQLEDGDIVCFQKSPPVESGQQCRYPDVPSFLEYVHNR
QVVHFRSLEKPKEDDFCLELSKLFNYDEVVERVARQLGLDDPSKIRLTPHNCYSQQPKPAPIKYRGMEHLSEMLVHYNQV
TSDILYYEVLDISLPELQWLKTLKVAYHHATKEDVVIHSIRLPKHSTVGDVLLHLKSKVELSHPDAELRLLEVFYHKIYK
IFPTSEKIENINDQYWTLRAEEIPEEEKNLGLNDRLIHVYHFTKDTSQNQMQQVQNFGEPFFFIIHEGETLAEVKGRIQK
KLQVSDEEFSKWKFAFLSLGRPEYLLDSDIVSSRFQRRDVYGAWEQYLGLEHSDSAPKRAYAANQNRHTFEKPVKIYNMT
VMTPPPPIDQEDEDMLVPHSDLVEGPQPMEAQADTAVSTVENQPVEDPASSRFTWQIENFSRLNTKKHYSEVFIVGGYKW
RVLIFPKGNNVDHLSMYLDVADSANLPYGWSRFAQFSLAVVNQGSNRYTVRKDTQHQFNVRESDWGFTSFMPLSELYDIS
KGFLHNDTLVIEAEVAVRKVVDYWSYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMPSGSIPL
ALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEVKMKGTVVEGTIQQLFEGHHMNYIECINVD
YKSTRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEQHGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTM
VKINDRYEFPLQLDLDRENRKYLSPDADSRVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWLKFDDERVTKEDMKRA
LEEQYGGEEELPQTNPGFNNTPFKFTKYSNAYMLVYIRDSDKDKIICNVDEQDIAEHLRVRLKKEQEEKEHKKKEKAEAH
LYTIIKVARNEDLAEQIGRDIYFDLVDHDKVRSFRIQKQTAFNVFKEEVAKEFGIPVQYQRFWLWAKRQNHTYRPNRPLT
PQEETQSVGMLREVSNKAHNAELKLFLEVELGQDLLPIEPPEKTKEDILLFFKLYDPVKEELRYIGRIFVKGSGKPSEIL
TKLNEMAGFPSNQEIELYEEIKFEPSVMCEHIDKKVSFRSSQLEDGDIVCFQKSPPVESGQQCRYPDVPSFLEYVHNRQV
VHFRSLEKPKEDDFCLELSKLFNYDEVVERVARQLGLDDPSKIRLTPHNCYSQQPKPAPIKYRGMEHLSEMLVHYNQTSD
ILYYEVLDISLPELQWLKTLKVAYHHATKEDVVIHSIRLPKHSTVGDVLLHLKSKVELSHPDAELRLLEVFYHKIYKIFP
TSEKIENINDQYWTLRAEEIPEEEKNLGLNDRLIHVYHFTKDTSQNQMQQVQNFGEPFFFIIHEGETLAEVKGRIQKKLQ
VSDEEFSKWKFAFLSLGRPEYLLDSDIVSSRFQRRDVYGAWEQYLGLEHSDSAPKRAYAANQNRHTFEKPVKIYNMTVMT
PPPPIDQEDEDMLVPHSDLVEGPQPMEAQADTAVSTVENQPVEDPASSRFTWQIENFSRLNTKKHYSEVFIVGGYKWRVL
IFPKGNNVDHLSMYLDVADSANLPYGWSRFAQFSLAVVNQGSNRYTVRKDTQHQFNVRESDWGFTSFMPLSELYDISKGF
LHNDTLVIEAEVAVRKVVDYWSYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMPSGSIPLALQ
SLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEVKMKGTVVEGTIQQLFEGHHMNYIECINVDYKS
TRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEQHGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTMVKI
NDRYEFPLQLDLDRENRKYLSPDADSRVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWLKFDDERVTKEDMKRALEE
QYGGEEELPQTNPGFNNTPFKFTKYSNAYMLVYIRDSDKDKIICNVDEQDIAEHLRVRLKKEQEEKEHKKKEKAEAHLYT
IIKVARNEDLAEQIGRDIYFDLVDHDKVRSFRIQKQTAFNVFKEEVAKEFGIPVQYQRFWLWAKRQNHTYRPNRPLTPQE
ETQSVGMLREVSNKAHNAELKLFLEVELGQDLLPIEPPEKTKEDILLFFKLYDPVKEELRYIGRIFVKGSGKPSEILTKL
NEMAGFPSNQEIELYEEIKFEPSVMCEHIDKKVSFRSSQLEDGDIVCFQKSPPVESGQQCRYPDVPSFLEYVHNRQVVHF
RSLEKPKEDDFCLELSKLFNYDEVVERVARQLGLDDPSKIRLTPHNCYSQQPKPAPIKYRGMEHLSEMLVHYNQTSDILY
YEVLDISLPELQWLKTLKVAYHHATKEDVVIHSIRLPKHSTVGDVLLHLKSKVELSHPDAELRLLEVFYHKIYKIFPTSE
KIENINDQYWTLRAEEIPEEEKNLGLNDRLIHVYHFTKDTSQNQMQVQNFGEPFFFIIHEGETLAEVKGRIQKKLQVSDE
EFSKWKFAFLSLGRPEYLLDSDIVSSRFQRRDVYGAWEQYLGLEHSDSAPKRAYAANQNRHTFEKPVKIYNMTVMTPPPP
IDQEDEDMLVPHSDLVEGPQPMEAQADTAVSTVENQPVEDPASSRFTWQIENFSRLNTKKHYSEVFIVGGYKWRVLIFPK
GNNVDHLSMYLDVADSANLPYGWSRFAQFSLAVVNQGSNRYTVRKDTQHQFNVRESDWGFTSFMPLSELYDISKGFLHND
TLVIEAEVAVRKVVDYWSYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMPSGSIPLALQSLFY
KLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEVKMKGTVVEGTIQQLFEGHHMNYIECINVDYKSTRKE
SFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAEQHGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTMVKINDRY
EFPLQLDLDRENRKYLSPDADSRVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWLKFDDERVTKEDMKRALEEQYGG
EEELPQTNPGFNNTPFKFTKYSNAYMLVYIRDSDKDKIICNVDEQDIAEHLRVRLKKEQEEKEHKKKEKAEAHLYTIIKV
ARNEDLAEQIGRDIYFDLVDHDKVRSFRIQKQTAFNVFKEEVAKEFGIPVQYQRFWLWAKRQNHTYRPNRPLTPQEETQS
VGMLREVSNKAHNAELKLFLEVELGQDLLPIEPPEKTKEDILLFFKLYDPVKEELRYIGRIFVKGSGKPSEILTKLNEMA
GFPSNQEIELYEEIKFEPSVMCEHIDKKVSFRSSQLEDGDIVCFQKSPPVESGQQCRYPDVPSFLEYVHNRQVVHFRSLE
KPKEDDFCLELSKLFNYDEVVERVARQLGLDDPSKIRLTPHNCYSQQPKPAPIKYRGMEHLSEMLVHYNQTSDILYYEVL
DISLPELQWLKTLKVAYHHATKEDVVIHSIRLPKHSTVGDVLLHLKSKVELSHPDAELRLLEVFYHKIYKIFPTSEKIEN
INDQYWTLRAEEIPEEEKNLGLNDRLIHVYHFTKDTSQNQMVQNFGEPFFFIIHEGETLAEVKGRIQKKLQVSDEEFSKW
KFAFLSLGRPEYLLDSDIVSSRFQRRDVYGAWEQYLGLEHSDSAPKRAYAANQNRHTFEKPVKIYNMTVMTPPPPIDQED
EDMLVPHSDLVEGPQPMEAQADTAVSTVENQPVEDPASSRFTWQIENFSRLNTKKHYSEVFIVGGYKWRVLIFPKGNNVD
HLSMYLDVADSANLPYGWSRFAQFSLAVVNQGSNRYTVRKDTQHQFNVRESDWGFTSFMPLSELYDISKGFLHNDTLVIE
AEVAVRKVVDYWSYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMPSGSIPLALQSLFYKLQYS
DNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEVKMKGTVVEGTIQQLFEGHHMNYIECINVDYKSTRKESFYDL
QLDVKGCRDVYASFDKYVEVERLEGDNKYHAEQHGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTMVKINDRYEFPLQ



LDLDRENRKYLSPDADSRVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWLKFDDERVTKEDMKRALEEQYGGEEELP
QTNPGFNNTPFKFTKYSNAYMLVYIRDSDKDKIICNVDEQDIAEHLRVRLKKEQEEKEHKKKEKAEAHLYTIIKVARNED
LAEQIGRDIYFDLVDHDKVRSFRIQKQTAFNVFKEEVAKEFGIPVQYQRFWLWAKRQNHTYRPNRPLTPQEETQSVGMLR
EVSNKAHNAELKLFLEVELGQDLLPIEPPEKTKEDILLFFKLYDPVKEELRYIGRIFVKGSGKPSEILTKLNEMAGFPSN
QEIELYEFEPSVMCEHIDKKVSFRSSQLEDGDIVCFQKSPPVESGQQCRYPDVPSFLEYVHNRQVVHFRSLEKPKEDDFC
LELSKLFNYDEVVERVARQLGLDDPSKIRLTPHNCYSQQPKPAPIKYRGMEHLSEMLVHYNQTSDILYYEVLDISLPELQ
WLKTLKVAYHHATKEDVVIHSIRLPKHSTVGDVLLHLKSKVELSHPDAELRLLEVFYHKIYKIFPTSEKIENINDQYWTL
RAEEIPEEEKNLGLNDRLIHVYHFTKDTSQNQMQQVQNFGEPFFFIIHEGETLAEVKGRIQKKLQVSDEEFSKWKFAFLS
LGRPEYLLDSDIVSSRFQRRDVYGAWEQYLGLEHSDSAPKRAYAANQNRHTFEKPVKIYNMTVMTPPPPIDQEDEDMLVP
HSDLVEGPQPMEAQADTAVSTVENQPVEDPASSRFTWQIENFSRLNTKKHYSEVFIVGGYKWRVLIFPKGNNVDHLSMYL
DVADSANLPYGWSRFAQFSLAVVNQGSNRYTVRKDTQHQFNVRESDWGFTSFMPLSELYDISKGFLHNDTLVIEAEVAVR
KVVDYWSYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMPSGSIPLALQSLFYKLQYSDNSVAT
KELTKSFGWDTYDSFMQHDVQELNRVLCEKLEVKMKGTIQQLFEGHHMNYIECINVDYKSTRKESFYDLQLDVKGCRDVY
ASFDKYVEVERLEGDNKYHAEQHGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTMVKINDRYEFPLQLDLDRENRKYL
SPDADSRVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWLKFDDERVTKEDMKRALEEQYGGEEELPQTNPGFNNTPF
KFTKYSNAYMLVYIRDSDKDKIICNVDEQDIAEHLRVRLKKEQEEKEHKKKEKAEAHLYTIIKVARNEDLAEQIGRDIYF
DLVDHDKVRSFRIQKQTAFNVFKEEVAKEFGIPVQYQRFWLWAKRQNHTYRPNRPLTPQEETQSVGMLREVSNKAHNAEL
KLFLEVELGQDLLPIEPPEKTKEDILLFFKLYDPVKEELRYIGRIFVKGSGKPSEILTKLNEMAGFPSNQEIELYEEIKF
EPSVMCEHIDKKVSFRSSQLEDGDIVCFQKSPPVESGQQCRYPDVPSFLEYVHNRQVVHFRSLEKPKEDDFCLELSKLFN
YDEVVERVARQLGLDDPSKIRLTPHNCYSQQPKPAPIKYRGMEHLSEMLVHYNQTSDILYYEVLDISLPELQWLKTLKVA
YHHATKEDVVIHSIRLPKHSTVGDVLLHLKSKVELSHPDAELRLLEVFYHKIYKIFPTSEKIENINDQYWTLRAEEIPEE
EKNLGLNDRLIHVYHFTKDTSQNQMQQVQNFGEPFFFIIHEGETLAEVKGRIQKKLQVSDEEFSKWKFAFLSLGRPEYLL
DSDIVSSRFQRRDVYGAWEQYLGLEHSDSAPKRAYAANQNRHTFEKPVKIYNMTVMTPPPPIDQEDEDMLVPHSDLVEGP
QPMEAQADTAVSTVENQPVEDPASSRFTWQIENFSRLNTKKHYSEVFIVGGYKWRVLIFPKGNNVDHLSMYLDVADSANL
PYGWSRFAQFSLAVVNQGSNRYTVRKDTQHQFNVRESDWGFTSFMPLSELYDISKGFLHNDTLVIEAEVAVRKVVDYWSY
DSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMPSGSIPLALQSLFYKLQYSDNSVATKELTKSFG
WDTYDSFMQHDVQELNRVLCEKLEVKMKGTVVEGTIQQLFEGHHMNYIECINVDYKSTRKESFYDLQLDVKGCRDVYASF
DKYVEVERLEGDNKYHAEQHGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTMVKINDRYEFPLQLDLDRENRKYLSPD
ADSRVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWLKFDDERVTKEDMKRALEEQYGGEEELPQTNPGFNNTPFKFT
KYSNAYMLVYIRDSDKDKIICNVDEQDIAEHLRVRLKKEQEEKEHKKKEKAEAHLYTIIKVARNEDLAEQIGRDIYFDLV
DHDKVRSFRIQKQTAFNVFKEEVAKEFGIPVQYQRFWLWAKRQNHTYRPNRPLTPQEETQSVGMLREVSNKAHNAELKLF
LEVELGQDLLPIEPPEKTKEDILLFFKLYDPVKEELRYIGRIFVKGSGKPSEILTKLNEMAGFPSNQEIELYEEIKFEPS
VMCEHIDKKVSFRSSQLEDGDIVCFQKSPPVESGQQCRYPDVPSFLEYVHNRQVVHFRSLEKPKEDDFCLELSKLFNYDE
VVERVARQLGLDDPSKIRLTPHNCYSQQPKPAPIKYRGMEHLSEMLVHYNQTSDILYYEVLDISLPELQWLKTLKVAYHH
ATKEDVVIHSIRLPKHSTVGDVLLHLKSKVELSHPDAELRLLEVFYHKIYKIFPTSEKIENINDQYWTLRAEEIPEEEKN
LGLNDRLIHVYHFTKDTSQNQMQQVQNFGEPFFFIIHEGETLAEVKGRIQKKLQVSDEEFSKWKFAFLSLGRPEYLLDSD
IVSSRFQRRDVYGAWEQYLGLEHSDSAPKRAYAANQV                                           
>Acoe_009_00653                                                                 
MDSNSSSDEVTDNAQSSLSGDERVYFVPYRWWKEAQETTSDDMDENKGILYTVSSASTSYGAMKIINNIFNSDLAVNLNR
EESSQNSSTEEGVPGRDYALVSGEMWLQALKWHSDSNAAAKDAGSVSIVEEDMSDVYPLQIRLSVMREASSLTVKISKKV
SPFTHLGLFWSGQLLFTMNDVNRFPKDCQRQSDQEILLELQVYGLSDTMKCREGKKDDSTNQQSKMGVFSSGSSLLSNGI
TGNTETNFFNTNSASSRAGSLGLTGLQNLGNTCFMNSSLQCLAHTPKLVDFFLGDYRSEINPDNPLGMDGELALAFGDLI
WKLWAPGAAPVAPRLFKSKLAHFAPQFSGFNQHDSQPFLLDGLHEVLNGVKCKPYIEAKDADGRQDEEVADEYWRNHLAR
NDSIIVDVCHGQYRSTLVCPVCSKVSVTFDPLMYLSLPLPSTSMRTMTVTVLSTDGISQPSSHTVVVPKYGKCKDLIQAL
SSACCLKSDETLLVAEIYNHQVIRYLEEPSDLLSLIRDEDRLAAYRLPKDLENSPLVVFVHERMEQQFFNGKVTSYMKAF
GIPLVTRLPNIVNGSDIRLLFQRLLNPFIRHSASTGDSANDEIFEMEEVISPRFSFGGDVANKAMDDPKSDIELEFFLTD
EKGLKIQESKIEMNEPLSLTGLSGRLNVLVYWPDEIIKQFDIRPLSSLPEIFKSRSFAKRSQESVSLYSCLEAFLKEEPL
GPDDMWYCPGCKQPRQASKKLDLWRLPEILIIHLKRFSYSRFMKNKLETYVDFPIDDLDLSNYIACKNNQLSCRYMLYAV
SNHFGSMGGGHYTAFVYHGGNQWYEFDDSRVHSISVDQIKDSAAYVLFYRRIQDAQ                        
>Acoe_010_00198                                                                 
MGAAGSKLEKALGDQFPEGERYFGLENFGNTCYCNSVLQALYFCVPFREQLLDYYANNKTTGDVEENLLTCLADLFSQIS
SQKKKTGVIAPKRFVQRVKKQNELFRSYMHQDAHEFLNFLLNELVDILEKESNAAKISPEASSPSEKVANGPRTAQSNGV
QKEPLVTWVHKNFQGILTNETRCLRCETVTARDETFLDLSLDIEQNSSITSCLKNFSSTETLNAEDKFFCDKCCSLQEAQ
KRMKIKKPPHILVIHLKRFKYIEQLGRYKKLSYRVVFPLELKLSNTVEDADSEYSLFAVVVHVGSGPNHGHYVSLVKSHN
HWLFFDDENVEMIDESAVQTFFGSSQEYSSNTDHGYILFYESLATSSKSMDIIITMGKLQKGVSRYNFEALYFCVPFREQ
LLDYYANNKTTGDVEENLLTCLADLFSQISSQKKKTGVIAPKRFVQRVKKQNELFRSYMHQDAHEFLNFLLNELVDILEK
ESNAAKISPEASSPSEKVANGPRTAQSNGVQKEPLVTWVHKNFQGILTNETRCLRCETVTARDETFLDLSLDIEQNSSIT
SCLKNFSSTETLNAEDKFFCDKCCSLQEAQKRMKIKKPPHILVIHLKRFKYIEQLGRYKKLSYRVVFPLELKLSNTVEDA
DSEYSLFAVVVHVGSGPNHGHYVSLVKSHNHWLFFDDENVEMIDESAVQTFFGSSQEYSSNTDHGYILFYESLATSSKS 
>Acoe_012_00104                                                                 
MESNAELTPEEERLVIRDIAISSQSNTKEGDLFYLITQRWWQHWLDYVNQDLTSMANDGSSSYADYHELAGSSTMRRPSG
IDNSDLMYDADSDDYSMRMELHDTLVEGRDYILLPQEVWNQLYLWYGGGPTLVRKVINSGLSQTELAVEVYLLRLQLLLM



PKGERAYVRISKKETVKALHKKACEIFEFNLDQVCIWDYYGHRKHALMNDLDKTLDDANLQMDQDILVEILGDTCLSSVQ
ENGSAEKESTSILVERCKSAAGGSSSAKAGVSRNGSSELGQIVGSPVGEAENNYGASGVSTRGSTGGLTGLINLGNTCFM
NSAIQCLVHTPEFARYFREDYKPEINWQNPLGMVGELAIAFGELLRKLWAPGRTPINPRPFKAKLARFAPQFSGYNQHDS
QELLAFLLDGLHEDLNRVKHKPYLKSRDADGRPDEEVANEYWANYIARNDSIIVDVCQGQYKSTLVCPVCGKVSVTFDPF
MWLSLPLQSTNTRTMTVTVFTSDGSALPTPCTVFVPKHGRCRDLVQAISSACSLKNDERLLLAEVRGNLISRFLEDPLIQ
LSTIKDDDHLAVYKIPKLVKNTVYLQLVHRREEKESSSGLGWKSYGTPFVSPLSRDDPITRGDVQAIVHTMLSPMLRAEN
LEPSDLNSTMSGEGSHASHDGCSSEKIADSTASDSAIKEHGRSKIVKESFLPLQLMDENDILVDLTTGEEKAIKLSSSTT
SVLVFINWSQILLEKYDTQSLENLPEVLKFGPPTKKSRNEPISLYTCLEAFLREEPLVPEDMWYCPQCKEQRQASKKLDL
WRLPEVLVIHLKRFSYNRSMKHKLETYVNFPIHDFDLTNYVAHKNSSKRQLYELYALSNHYGGMGSGHYTAHIKLVDDNR
WYNFDDNHVSTINEEDVKSAAAYVLFYRRVKTEDVSVSNGAQSSVGQNHMLLEKQMESNAELTPEEERLVIRDIAISSQS
NTKEGDLFYLITQRWWQHWLDYVNQDLTSMANDGSSSYADYHELAGSSTMRRPSGIDNSDLMYDADSDDYSMRMELHDTL
VEGRDYILLPQEVWNQLYLWYGGGPTLVRKVINSGLSQTELAVEVYLLRLQLLLMPKGERAYVRISKKILVEILGDTCLS
SVQENGSAEKESTSILVERCKSAAGGSSSAKAGVSRNGSSELGQIVGSPVGEAENNYGASGVSTRGSTGGLTGLINLGNT
CFMNSAIQCLVHTPEFARYFREDYKPEINWQNPLGMVGELAIAFGELLRKLWAPGRTPINPRPFKAKLARFAPQFSGYNQ
HDSQELLAFLLDGLHEDLNRVKHKPYLKSRDADGRPDEEVANEYWANYIARNDSIIVDVCQGQYKSTLVCPVCGKVSVTF
DPFMWLSLPLQSTNTRTMTVTVFTSDGSALPTPCTVFVPKHGRCRDLVQAISSACSLKNDERLLLAEVRGNLISRFLEDP
LIQLSTIKDDDHLAVYKIPKLVKNTVYLQLVHRREEKESSSGLGWKSYGTPFVSPLSRDDPITRGDVQAIVHTMLSPMLR
AENLEPSDLNSTMSGEGSHASHDGCSSEKIADSTASDSAIKEHGRSKIVKESFLPLQLMDENDILVDLTTGEEKAIKLSS
STTSVLVFINWSQILLEKYDTQSLENLPEVLKFGPPTKKSRNEPISLYTCLEAFLREEPLVPEDMWYCPQCKEQRQASKK
LDLWRLPEVLVIHLKRFSYNRSMKHKLETYVNFPIHDFDLTNYVAHKNSSKRQLYELYALSNHYGGMGSGHYTAHIKLVD
DNRWYNFDDNHVSTINEEDVKSAAAYVLFYRRVKTEDVSVSNGAQSSVGQNHMLLEKQ                      
>Acoe_013_00006                                                                 
MTMIPTTSVTLGSSHEEEEVEEELLSLMMDNDVAPPTTTTTTTSSSFTPDQEKQIINDLIHVSGSNAKPGDLFYLLSNRW
YMEWLRYTGQDSDENSTVSTVCRPGQIDNHHLVIGGSDSYGDDLELLKTLQEGHDYVLVSQDVWKILYDWYKGGPALPRK
MISQGVANKTLLVEVYPLCLQLIDARDDKQYAIRISKKATVRDLYNQVSVLLKLDEEKFRIWDYFNKKKSSVLAVADQDL
EDANLQMDQDILVEVEQHLWPSGLGLDSTGNGLALVPVEPARSSITIAGGPTQSNGYSSGYISNFYEGNALGSPLTGAED
GYNLSKMAKGDRGGLSGLQNLGNTCFMNSSIQCLVHTPSLVEYFLHDYSAEINKQNPIGMQGELAIAFGELLRKLWSSGR
APIAPREFKTKLARFAPQFSGYNQHDSHELLAFLLDGLHEDLNRVKFKPYIEIKDATGRPDEEVADECWEIHKARNDSVI
VDVCQGQYKSTLVCPVCGKVSVTFDPFMYLSLPLPSTVTRSMTITVFYGDGSALPMPYIVTVPKHGLYKDLFQALGTACC
LNSDELLLLAEVYDHGIFRYLVNPLEQLFTIKDEEHIVAYRLPKKQEGFTRLEIVHESKENSGVRKRLGTPLVTFIAEAA
QKSEDVQNAVQMVLSPLLKVKVCHPSNCIHTSMEDGFASENDIDGLFNAGNSGCRLRNQSVDKMELDQLSNGMDSFILSL
TDEKGMHCSSIENDFHFRQDQFMRVILDWSDREYGMYNISFLEDLPVVHKTTTKKIRSEAISLFSCLEAFLKEEPLGPDD
MWYCPTCKEHRQATKKLDLWRLPEILVVHLKRFSYSRYLKNKLDTFVNFPTHNLDLRNYVKSNVAARSHTYELYAISNHY
GGLGGGHYSAYAKLSKENRWYHFDDSHVSSINEDEIKTSAAYVLFYQRVQEKRVDESSQVHSSSGMTMIPTTSVTLGSSH
EEEEVEEELLSLMMDNDVAPPTTTTTTTSSSFTPDQEKQIINDLIHVSGSNAKPGDLFYLLSNRWYMEWLRYTGQDSDEN
STVSTVCRPGQIDNHHLVIGGSDSYGDDLELLKTLQEGHDYVLVSQDVWKILYDWYKGGPALPRKMISQGVANKTLLVEV
YPLCLQLIDARDDKQYAIRISKKATVRDLYNQVSVLLKLDEEKFRIWDYFNKKKSSVLAVADQDLEDANLQMDQDILVEV
EQHLWPSGLGLDSTGNGLALVPVEPARSSITIAGGPTQSNGYSSGYISNFYEGNALGSPLTGAEDGYNLSKMAKGDRGGL
SGLQNLGNTCFMNSSIQCLVHTPSLVEYFLHDYSAEINKQNPIGMQGELAIAFGELLRKLWSSGRAPIAPREFKTKLARF
APQFSGYNQHDSHELLAFLLDGLHEDLNRVKFKPYIEIKDATGRPDEEVADECWEIHKARNDSVIVDVCQGQYKSTLVCP
VCGKVSVTFDPFMYLSLPLPSTVTRSMTITVFYGDGSALPMPYIVTVPKHGLYKDLFQALGTACCLNSDELLLLAEVYDH
GIFRYLVNPLEQLFTIKDEEHIVAYRLPKKQEGFTRLEIVHESKENGVRKRLGTPLVTFIAEAAQKSEDVQNAVQMVLSP
LLKVKVCHPSNCIHTSMEDGFASENDIDGLFNAGNSGCRLRNQSVDKMELDQLSNGMDSFILSLTDEKGMHCSSIENDFH
FRQDQFMRVILDWSDREYGMYNISFLEDLPVVHKTTTKKIRSEAISLFSCLEAFLKEEPLGPDDMWYCPTCKEHRQATKK
LDLWRLPEILVVHLKRFSYSRYLKNKLDTFVNFPTHNLDLRNYVKSNVAARSHTYELYAISNHYGGLGGGHYSAYAKLSK
ENRWYHFDDSHVSSINEDEIKTSAAYVLFYQRVQEKRVDESSQVHSSSGMTMIPTTSVTLGSSHEEEEVEEELLSLMMDN
DVAPPTTTTTTTSSSFTPDQEKQIINDLIHVSGSNAKPGDLFYLLSNRWYMEWLRYTGQDSDENSTVSTVCRPGQIDNHH
LVIGGSDSYGDDLELLKTLQEGHDYVLVSQDVWKILYDWYKGGPALPRKMISQGVANKTLLVEVYPLCLQLIDARDDKQY
AIRISKKATVRDLYNQVSVLLKLDEEKFRIWDYFNKKKSSVLAVADQDLEDANLQMDQDILVEVEQHLWPSGLGLDSTGN
GLALVPVEPARSSITIAGGPTQSNGYSSGYISNFYEGNALGSPLTGAEDGYNLSKMAKGDRGGLSGLQNLGNTCFMNSSI
QCLVHTPSLVEYFLHDYSAEINKQNPIGMQGELAIAFGELLRKLWSSGRAPIAPREFKTKLARFAPQFSGYNQHDSHELL
AFLLDGLHEDLNRVKFKPYIEIKDATGRPDEEVADECWEIHKARNDSVIVDVCQGQYKSTLVCPVCGKVSVTFDPFMYLS
LPLPSTVTRSMTITVFYGDGSALPMPYIVTVPKHGLYKDLFQALGTACCLNSDELLLLAEVYDHGIFRYLVNPLEQLFTI
KDEEHIVAYRLPKKQEGFTRLEIVHESKEKKRLGTPLVTFIAEAAQKSEDVQNAVQMVLSPLLKVKVCHPSNCIHTSMED
GFASENDIDGLFNAGNSGCRLRNQSVDKMELDQLSNGMDSFILSLTDEKGMHCSSIENDFHFRQDQFMRVILDWSDREYG
MYNISFLEDLPVVHKTTTKKIRSEAISLFSCLEAFLKEEPLGPDDMWYCPTCKEHRQATKKLDLWRLPEILVVHLKRFSY
SRYLKNKLDTFVNFPTHNLDLRNYVKSNVAARSHTYELYAISNHYGGLGGGHYSAYAKLSKENRWYHFDDSHVSSINEDE
IKTSAAYVLFYQRVQEKRVDESSQVHSSSGMTMIPTTSVTLGSSHEEEEVEEELLSLMMDNDVAPPTTTTTTTSSSFTPD
QEKQIINDLIHVSGSNAKPGDLFYLLSNRWYMEWLRYTGQDSDENSTVSTVCRPGQIDNHHLVIGGSDSYGDDLELLKTL
QEGHDYVYKGGPALPRKMISQGVANKTLLVEVYPLCLQLIDARDDKQYAIRISKKATVRDLYNQVSVLLKLDEEKFRIWD
YFNKKKSSVLAVADQDLEDANLQMDQDILVEVEQHLWPSGLGLDSTGNGLALVPVEPARSSITIAGGPTQSNGYSSGYIS
NFYEGNALGSPLTGAEDGYNLSKMAKGDRGGLSGLQNLGNTCFMNSSIQCLVHTPSLVEYFLHDYSAEINKQNPIGMQGE



LAIAFGELLRKLWSSGRAPIAPREFKTKLARFAPQFSGYNQHDSHELLAFLLDGLHEDLNRVKFKPYIEIKDATGRPDEE
VADECWEIHKARNDSVIVDVCQGQYKSTLVCPVCGKVSVTFDPFMYLSLPLPSTVTRSMTITVFYGDGSALPMPYIVTVP
KHGLYKDLFQALGTACCLNSDELLLLAEVYDHGIFRYLVNPLEQLFTIKDEEHIVAYRLPKKQEGFTRLEIVHESKENGV
RKRLGTPLVTFIAEAAQKSEDVQNAVQMVLSPLLKVKVCHPSNCIHTSMEDGFASENDIDGLFNAGNSGCRLRNQSVDKM
ELDQLSNGMDSFILSLTDEKGMHCSSIENDFHFRQDQFMRVILDWSDREYGMYNISFLEDLPVVHKTTTKKIRSEAISLF
SCLEAFLKEEPLGPDDMWYCPTCKEHRQATKKLDLWRLPEILVVHLKRFSYSRYLKNKLDTFVNFPTHNLDLRNYVKSNV
AARSHTYELYAISNHYGGLGGGHYSAYAKLSKENRWYHFDDSHVSSINEDEIKTSAAYVLFYQRVQEKRVDESSQVHSSS
GMTMIPTTSVTLGSSHEEEEVEEELLSLMMDNDVAPPTTTTTTTSSSFTPDQEKQIINDLIHVSGSNAKPGDLFYLLSNR
WYMEWLRYTGQDSDENSTVSTVCRPGQIDNHHLVIGGSDSYGDDLELLKTLQEGHDYVLVSQDVWKILYDWYKGGPALPR
KMISQGVANKTLLVEVYPLCLQLIDARDDKQYAIRISKKATVRDLYNQVSVLLKLDEEKFRIWDYFNKKKSSVLAVADQD
LEDANLQMDQDILVEVEQHLWPSGLGLDSTGNGLALVPVEPARSSITIAGGPTQSNGYSSGYISNFYEGNALGSPLTGAE
DGYNLSKMAKGDRGGLSGLQNLGNTCFMNSSIQCLVHTPSLVEYFLHDYSAEINKQNPIGMQGELAIAFGELLRKLWSSG
RAPIAPREFKTKLARFAPQFSGYNQHDSHELLAFLLDGLHEDLNRVKFKPYIEIKDATGRPDEEVADECWEIHKARNDSV
IVDVCQGQYKSTLVCPVCGKVSVTFDPFMYLSLPLPSTVTRSMTITVFYGDGSALPMPYIVTVPKHGLYKDLFQALGTAC
CLNSDELLLLAELFTIKDEEHIVAYRLPKKQEGFTRLEIVHESKENGVRKRLGTPLVTFIAEAAQKSEDVQNAVQMVLSP
LLKVKVCHPSNCIHTSMEDGFASENDIDGLFNAGNSGCRLRNQSVDKMELDQLSNGMDSFILSLTDEKGMHCSSIENDFH
FRQDQFMRVILDWSDREYGMYNISFLEDLPVVHKTTTKKIRSEAISLFSCLEAFLKEEPLGPDDMWYCPTCKEHRQATKK
LDLWRLPEILVVHLKRFSYSRYLKNKLDTFVNFPTHNLDLRNYVKSNVAARSHTYELYAISNHYGGLGGGHYSAYAKLSK
ENRWYHFDDSHVSSINEDEIKTSAAYVLFYQRVQEKRVDESSQVHSSSGMTMIPTTSVTLGSSHEEEEVEEELLSLMMDN
DVAPPTTTTTTTSSSFTPDQEKQIINDLIHVSGSNAKPGDLFYLLSNRWYMEWLRYTGQDSDENSTVSTVCRPGQIDNHH
LVIGGSDSYGDDLELLKTLQEGHDYVLVSQDVWKILYDWYKGGPALPRKMISQGVANKTLLVEVYPLCLQLIDARDDKQY
AIRISKKATVRDLYNQVSVLLKLDEEKFRIWDYFNKKKSSVLAVADQDLEDANLQMDQDILVEVEQHLWPSGLGLDSTGN
GLALVPVEPARSSITIAGGPTQSNGYSSGYISNFYEGNALGSPLTGAEDGYNLSKMAKGDRGGLSGLQNLGNTCFMNSSI
QCLVHTPSLVEYFLHDYSAEINKQNPIGMQGELAIAFGELLRKLWSSGRAPIAPREFKTKLARFAPQFSGYNQHDSHELL
AFLLDGLHEDLNRVKFKPYIEIKDATGRPDEEVADECWEIHKARNDSVIVDVCQGQYKSTLVCPVCGKVSVTFDPFMYLS
LPLPSTVTRSMTITVFYGDGSALPMPYIVTVPKHGLYKDLFQALGTACCLNSDELLLLAEVYDHGIFRYLVNPLEQLFTI
KDEEHIVAYRLPKKQEGFTRLEIVHESKENGVRKRLGTPLVTFIAEAAQKSEDVQNAVQMVLSPLLKVKVCHPSNCIHTS
MEDGFASENDIDGLFNAGNSGCRLRNQSVDKMELDQLSNGMDSFILSLTDEKGMHCSSIENDFHFRQDQFMRVILDWSDR
EYGMYNISFLEDLPVVHKTTTKKIRSEAISLFSCLEAFLKEEPLGPDDMWYCPTCKEHRQATKKLDLWRLPEILVVHLKR
FSYSRYLKNKLDTFVNFPTHNLDLRNYVKSNVAARSHTYELYAISNHYGGLGGGHYSAYAKVRDHSEPAHIA        
>Acoe_013_00891                                                                 
MSRPTTRNKNKRHKPEDDNGIASGVLRKIHLTGEVTTDDIHQLYMIRKPVCQGCRLNSKDNPNCFCGLIPPPNGTRKTGL
WQKMSDIILSFGPDPCMELREITETPAGLTNLGATCYANSILQCLYMNTSFREGVFSVESDLLGQLPVLDQLARLFVQLH
SCRRAFIDSGPFIKTLALDNGVQQDSHEFLTLLLSLLEQSLSHSQVPKARTIVQDLFVGSVSHVTRCTKCGQESEASSKM
EDFYELELNIKGLKTLHDSLEDYLSLEELCGENQYFCESCKARVDATRCIKLRTLPDFLNFQLKRCVFHPKTTTKKKLTS
LFSFPGVLDMGQKLCEPSQLELVYDLTAVLIHKGTTVNSGHYVAHIKDERTGTWWEFDDELVTKLGAHPFGEGSSTAKIC
QPVSDVEPPPSEQIDSLSNGNHTNNDQLKSSENKSIYCGETFSSSDAYMLMYTRRNTKHSDRRCTELNNSGQLISEADSD
FLPSHLLEEVRKVNASYNKACEEYDQKKAKELDIIKERREEVRSILSDAPVPSFEEQFFWIATDWLRQWADNVTPLLLDN
TPIQCCHGKVPVSKVGLIKRVSDKAWSRLLSKYGGGPTLTDSDICGNCLMDGANTIVRSDDYRSQREAMREIAEDAHAGK
TLAGTLYYVSKRWLSQWLRRKHVDFPCEADIGPTASIRCPHGELMPEQAAGAKRVLVPESLWRFLLDTANTLKPDDPMSC
SAFPSDSDTCAICSVERTQVACLEDSLRAQKIKQRVNHEKLYLEKKIPLSPGCRYYMLPSSWITKWRSYIAASGKNISSS
AEPDSLDSVIDSLKCHKHSKLLERPPDLICKRGAIFQKTSPADGFTIITESDWKFFCDDWEGTEWDGISAEIEFSNLGAS
KVIGSCEDMPISEAHLGSSKDEVNDELESREPIIKTVPEVCEECVGEKESHKLVQRLQYCNEDISVYFVRGKEVPKSILE
ASQAISEPDRRISKRSRKTSCGNSINLTVSGSTSIYQLKMMIWESFGVVKENQILHKGHKVIEGESATLADMNIFPGDVL
WIKDSEIHENRDIADELSEQKMEIQPTEEGFRGTLLTSNISAQLAFLEMSRPTTRNKNKRHKPEDDNGIASGVLRKIHLT
GEVTTDDIHQLYMIRKPVCQGCRLNSKDNPNCFCGLIPPPNGTRKTGLWQKMSDIILSFGPDPCMELREITETPAGLTNL
GATCYANSILQCLYMNTSFREGVFSVESDLLGQLPVLDQLARLFVQLHSCRRAFIDSGPFIKTLALDNGVQQDSHEFLTL
LLSLLEQSLSHSQVPKARTIVQDLFVGSVSHVTRCTKCGQESEASSKMEDFYELELNIKGLKTLHDSLEDYLSLEELCGE
NQYFCESCKARVDATRCIKLRTLPDFLNFQLKRCVFHPKTTTKKKLTSLFSFPGVLDMGQKLCEPSQLELVYDLTAVLIH
KGTTVNSGHYVAHIKDERTGTWWEFDDELVTKLGAHPFGEGSSTAKICQPVSDVEPPPSEQIDSLSNGNHTNNDQLKSSE
NKSIYCGETFSSSDAYMLMYTRRNTKHSDRRCTELNNSGQLISEADSDFLPSHLLEEVRKVNASYNKACEEYDQKKAKEL
DIIKERREEVRSILSDAPVPSFEEQFFWIATDWLRQWADNVTPLLLDNTPIQCCHGKVPVSKVGLIKRVSDKAWSRLLSK
YGGGPTLTDSDICGNCLMDGANTIVRSDDYRSQREAMREIAEDAHAGKTLAGTLYYVSKRWLSQWLRRKHVDFPCEADIG
PTASIRCPHGELMPEQAAGAKRVLVPESLWRFLLDTANTLKPDDPMSCSAFPSDSDTCAICSVERTQVACLEDSLRAQKI
KQRVNHEKLYLEKKIPLSPGCRYYMLPSSWITKWRSYIAASGKNISSSAEPDSLDSVIDSLKCHKHSKLLERPPDLICKR
GAIFQKTSPADGFTIITESDWKFFCDDWEGTEWDGISAEIEFSNLGASKVIGSCEDMPISEAHLGSSKDEVNDELESREP
IIKTVPEVCEECVGEKESHKLVQRLQYCNEDISVYFVRGKEVPKSILEASQAISEPDRRISKRSRKTSCGNSINLTVSGS
TSIYQLKMMIWESFGVVKENQILHKGHKVIEGESATLADMNIFPGDVLWIKDSEIHENRDIADELSEQKMEIQPTEEGFR
GTLLTSNISAQVI                                                                   
>Acoe_014_00418                                                                 
MLFSSTSQYRVAASVLAASGLILAIKDGNLGLLRDFLLKTLRSESSEKLWFIAGLQNMGNNCFLNVILQALASCDSFNQY
LESIVEADSFSAEDMPLMNALDSLLQGKN                                                   



>Acoe_014_00419                                                                 
MVLNPQRVMLAMDEYIPSFDLTMQQDAAEAFLHLLSSLREELSECYVPHHCSLADIYALSQSRISSPLWGRQSEMQRWQQ
YLLGPFDGILCSTLVCRSCSSQHSMAFEFFHSLPLSPLLDHRETILEGSSLENCLKKFTAAELIENYRCNHCWHNSAIKY
LSTTGGNETKIGKLQCCIKEDSCGCRNLFPEKPVLLSNGFSCTIKQLRIARCPKILCIHLQRASVNIFGESVKIQGHISF
PMILDLFPFTKDAIGVAVENLDENFRMIEQQCQPPNPRFNHLNMQYSKQILKSIYSPAEDNVISEAIAGAELGRLYMSGY
QETFASLVIFSTVHFSTLGKFIYCLLCLSDLFVVTIAMPCYFYWVVNREAWTWAFHLCKFLYRSYTVALVIYGKPWGPCF
NAQSFTYQLVSVVEHFGRVGSGHYTVYRRVRHDSDGQHSGEHSYDPAEWFRVSDAKVFRVSETDVLAAEASLLFYERIEL
SNQ                                                                             
>Acoe_015_00100                                                                 
MSHHITQHQTTTDKFLLFGSFTEDEIKSLQKKSCVNVVEPSVKKDLQFGSLDIETVRSLGALKVGDASERSERVQPSEQD
EKSNELKNGKTTDDVLQTSSGGVKENGSAHTSPDCLTLGKGVCEPQVNNVDSASLESQNTVSSPNKPISSNEQNVPTIFN
SLSNETAVDSSGFVNSKDDINKPLNGSDGTFKNLLPRGLINLGNLCFLNSTLQALLSCSPFVQLLQELRTRSIPKVGYPT
LHAFVAFISDFDMPAVSSSSKKNDTKFLQTGSPFSPAMFEPILKIFTPDVPNSISGRPRQEDAQEFLSFLMDQMHDELLK
LQGHLSNFSGDKASLVSSSEDDGWETVGPKNKTAVTRTQSIAPSELSAIFGGQLRSVVKARGNKASATVQPFLLLHLDIY
PDAVRTIDDALRLFSAPETLEGYRASAAGKAGVVSASKSVNIQTLSKIMILHLMRFSYGSQGSTKLHKPVRFPLELVLGR
ELLVSPSSEGRRYKLVATITHHGREPSKGHYTADCSLADGQWLRYDDASVTAVGVNKVLHDQAYVLFYKQV         
>Acoe_015_00187                                                                 
MQVVRELGFKSVVSIVFFIFSLISFFVIRWKWNKAIQRKKEIMRLVAMASEEAARVELEAANEYYNSSSSSSSSLSSFVS
VSIPSSSSSSSSSSSTSSGVRQSECAVCYCPTTTRCSRCKAVRYCSGKCQIIHWRLGHKDECFPPTNTLQFNGLKSDTDQ
KVVSQGNQYELYEAKSAEASEKIESFNTSSHSPIKDDSNVGHAPVISDSTSNEPLANASFREASVSGTPKKLEEHPVNSI
AQNSPDPKVDFSCSKPTESPPLECDTSDVSTSSSSNIESTSFSDSSSDVPSKPKVSKQSISSSDFWEGALDSNGLKTSVR
KVVQQFKVYKVSKHYASGRETAEKYNYEMLFPYELFVKLYHSNKVELLPCGLTNCGNSCYANAVLQCLAFTRPLTVYLLQ
GFHSKTCSKKEWCFMCEFQYLILKAKEGNSPISPMRILSQLQNSGSPLGHGREEDAHEFLRYAIDAMQSVCLKEAREIAV
GHLAEETSLIGLIFGGYLQSKIKCMKCHLKSERHERMMDLTIEIHGNIRTLEGALRQFTATEILDGENKYECLRCKSHVK
AKKKLTILEAPNVLTIALKRFQSGNFEKLNKLVQFPEILDLAPYMSGTSDKSPIYRLYAVVVHLELNDAFSGHYVCYVRI
IQGKWFMIDDSKVKPVELERVLSEEAYMLFYARCSPRAPSLIRNTVISNSGKINGRSRCFETIPSTRSKSSREQPNSTVP
NDGQYSAQRSAEDYPYWTTFDGSNSFESLGAFDGRFPSMQRIPKVDSSSDNSSLLSCSDEGSCSTESTRDSASTDDLSDY
MFVEAGRLWNSPLRAFEDSDRISPHAVSASRVSCFPETSGYSSHGVDRAFETDGVCSSQSQDSGRRRDGWQDKENLPILQ
SDTSKHCKNSTNCSNSNISPSGSSSSSSTETDLEKLGWCNPLDVNSGLPQRRYTRERERTVQTFYMQVVRELGFKSVVSI
VFFIFSLISFFVIRWKWNKAIQRKKEIMRLVAMASEEAARVELEAANEYYNSSSSSSSSLSSFVSVSIPSSSSSSSSSSS
TSSGVRQSECAVCYCPTTTRCSRCKAVRYCSGKCQIIHWRLGHKDECFPPTNTLQFNGLKSDTDQKVVSQGNQYELYEAK
SAEASEKIESFNTSSHSPIKDDSNVGHAPVISDSTSNEPLANASFREASVSGTPKKLEEHPVNSIAQNSPDPKVDFSCSK
PTESPPLECDTSDVSTSSSSNIESTSFSDSSSDVPSKPKVSKQSISSSDFWEGALDSNGLKTSVRKVVQQFKVYKVSKHY
ASGRETAEKYNYEMLFPYELFVKLYHSNKVELLPCGLTNCGNSCYANAVLQCLAFTRPLTVYLLQGFHSKTCSKKEWCFM
CEFQYLILKAKEGNSPISPMRILSQLQNSGSPLGHGREEDAHEFLRYAIDAMQSVCLKEAREIAVGHLAEETSLIGLIFG
GYLQSKIKCMKCHLKSERHERMMDLTIEIHGNIRTLEGALRQFTATEILDGENKYECLRCKSHVKAKKKLTILEAPNVLT
IALKRFQSGNFEKLNKLVQFPEILDLAPYMSGTSDKSPIYRLYAVVVHLELNDAFSGHYVCYVRIIQGKWFMIDDSKPVE
LERVLSEEAYMLFYARCSPRAPSLIRNTVISNSGKINGRSRCFETIPSTRSKSSREQPNSTVPNDGQYSAQRSAEDYPYW
TTFDGSNSFESLGAFDGRFPSMQRIPKVDSSSDNSSLLSCSDEGSCSTESTRDSASTDDLSDYMFVEAGRLWNSPLRAFE
DSDRISPHAVSASRVSCFPETSGYSSHGVDRAFETDGVCSSQSQDSGRRRDGWQDKENLPILQSDTSKHCKNSTNCSNSN
ISPSGSSSSSSTETDLEKLGWCNPLDVNSGLPQRRYTRERERTVQTFYMQVVRELGFKSVVSIVFFIFSLISFFVIRWKW
NKAIQRKKEIMRLVAMASEEAARVELEAANEYYNSSSSSSSSLSSFVSVSIPSSSSSSSSSSSTSSGVRQSECAVCYCPT
TTRCSRCKAVRYCSGKCQIIHWRLGHKDECFPPTNTLQFNGLKSDTDQKVVSQGNQYELYEAKSAEASEKIESFNTSSHS
PIKDDSNVGHAPVISDSTSNEPLANASFREASVSGTPKKLEEHPVNSIAQNSPDPKVDFSCSKPTESPPLECDTSDVSTS
SSSNIESTSFSDSSSDVPSKPKVSKQSISSSDFWEGALDSNGLKTSVRKVVQQFKVYKVSKHYASGRETAEKYNYEMLFP
YELFVKLYHSNKVELLPCGLTNCGNSCYANAVLQCLAFTRPLTVYLLQGFHSKTCSKKEWCFMCEFQYLILKAKEGNSPI
SPMRILSQLQNSGSPLGHGREEDAHEFLRYAIDAMQSVCLKEAREIAVGHLAEETSLIGLIFGGYLQSKIKCMKCHLKSE
RHERMMDLTIEIHGNIRTLEGALRQFTATEILDGENKYECLRCKSHVKAKKKLTILEAPNVLTIALKRFQSGNFEKLNKL
VQFPEILDLAPYMSGTSDKSPIYRLYAVVVHLELNDAFSGHYVCYVRIIQGKWFMIDDSKVSFIPIMIL           
>Acoe_016_00225                                                                 
MSESLSYVKESKKPSIGCSIFKTNNEFHPTNKPSPVFTNGGGSGDSANFPKENLNSNSNYSQKSNSNGRVLMEKNQCGGD
GDGLDPELSFRTTFRKIGAGLQNLGNTCFLNSVLQCLTYTEPFAAYLQSGRHKSSCISRNFCYARQEDAHEYMVNLLESM
HKCCLPSGFPSESSVAYEKSLVHKIFGGRLRSQVRCMECSNGSNKYDPFLDLSLEIAKADSLREALIHFTDVEQLDGGER
EYQCQRCQHKVKAVRQLTIHKAPYVLTIHLKRFGSFLPGHKINKEVRFSPILDLKPFSSGPYEGGLKYTLYGVLVHAGWS
THSGHYYCYVRTSSGTWYLLDDDEVFEVSETDVLKQKAYMLFYVRDRKNHAPKKPVDILRKGSNTPVSAPNLTKSNTMPS
DSMKESISENSSLRTHLGTLVEGPVVAIGSLESSLKKVFDSVQHSIINHISGESLPHSDSSVVEGGGTVSHSSSASSDPK
TEAINEPEESKVTNSHATSENLPEIDSSVVKSEDIMSHPPGPKNNNMCEDNKTIKDLTGSVVTLSDCNVQEFCSTATNME
HENASLIETEFDKEASKKVSGLGSDEVDLMQLSSQSGTEESLCKNLGEMIGPVVKSDGILSPFTGAKVEDKFEHNEIMKS
GPVAVFPDCNALQGFVSKTSATDMEIERASVIAMDTSTAVSKEVSELASNEVDSVQLSSLSGTEESFSKASELSNSVDES
NSIMSHPIDKSVEDINEQKETIHTPCLSGIEGSLSTGSELTISVDRSNSIMSHPIDKTAEDINEQKETMNNLTWSSFHTP
SLSGTEGSLSTASESTIPVDKSDSILSHPIDKTAEDINEQKETMHDLTGPISTIPDCIVSITSDVDMEVVKASVIEMEPK
KALSIEVSERGVDEVDLVQLSSQLGTKESLSKEVSALGPEIVGIVPLSSQLGIEKAVCESVGDVGPEEADSKLVSQSDAE



EAICKGVNDFGPGEANLVQVSNQLGTEEVCKSISNSGSGEGDSMTLISQSDAGEAICKGVTDFGPGEANLVQVSNQLGTE
EVCKSNSNSGSGEGDSMTLTSQSDAEEAICKGVSDFGPGEANLVQVSNQLGTEEVCKSISDLGSGESDSMTLTNRQNTED
DENGDILNEGGTSFKQNAEENGYTSVESLSVDTLIQSSMTSRCEQKEVLNNFHCQKVLKPKKQLKKFQVIHLRSSLLFRT
PSWICRKKKNKRSRNQGLERSKSIKIGESSKSGLEPSTSEQTRTVAFDSSLSRKRKGNSGACNTHDRKFTRDDSRGDSST
KLVQVELRERSGLNRSVLAMPEAPVKRSCSTLTSNSCHYKESDISQDRRSSVQNFMNMLTRGLEETTVASWGVIDSHPSE
SLGSNKAQSISIGYVPDEWDVQYDRGKRKKVSSTKNSLCGRNAFQEIATIKNQNRLKKAKMDQNSSGNRPFRIMSESLSY
VKESKKPSIGCSIFKTNNEFHPTNKPSPVFTNGGGSGDSANFPKENLNSNSNYSQKSNSNGRVLMEKNQCGGDGDGLDPE
LSFRTTFRKIGAGLQNLGNTCFLNSVLQCLTYTEPFAAYLQSGRHKSSCISRNFCYARQEDAHEYMVNLLESMHKCCLPS
GFPSESSVAYEKSLVHKIFGGRLRSQVRCMECSNGSNKYDPFLDLSLEIAKADSLREALIHFTDVEQLDGGEREYQCQRC
QHKVKAVRQLTIHKAPYVLTIHLKRFGSFLPGHKINKEVRFSPILDLKPFSSGPYEGGLKYTLYGVLVHAGWSTHSGHYY
CYVRTSSGTWYLLDDDEVFEVSETDVLKQKAYMLFYVRDRKNHAPKKPVDILRKGSNTPVSAPNLTKSNTMPSDSMKESI
SENSSLRTHLGTLVEGPVVAIGSLESSLKKVFDSVQHSIINHISGESLPHSDSSVVEGGGTVSHSSSASSDPKTEAINEP
EESKVTNSHATSENLPEIDSSVVKSEDIMSHPPGPKNNNMCEDNKTIKDLTGSVVTLSDCNVQEFCSTATNMEHENASLI
ETEFDKEASKKVSGLGSDEVDLMQLSSQSGTEESLCKNLGEMIGPVVKSDGILSPFTGAKVEDKFEHNEIMKSGPVAVFP
DCNALQGFVSKTSATDMEIERASVIAMDTSTAVSKEVSELASNEVDSVQLSSLSGTEESFSKASELSNSVDESNSIMSHP
IDKSVEDINEQKETIHTPCLSGIEGSLSTGSELTISVDRSNSIMSHPIDKTAEDINEQKETMNNLTWSSFHTPSLSGTEG
SLSTASESTIPVDKSDSILSHPIDKTAEDINEQKETMHDLTGPISTIPDCIVSITSDVDMEVVKASVIEMEPKKALSIEV
SERGVDEVDLVQLSSQLGTKESLSKEVSALGPEIVGIVPLSSQLGIEKAVCESVGDVGPEEADSKLVSQSDAEEAICKGV
NDFGPGEANLVQVSNQLGTEEVCKSISNSGSGEGDSMTLISQSDAGEAICKGVTDFGPGEANLVQVSNQLGTEEVCKSNS
NSGSGEGDSMTLTSQSDAEEAICKGVSDFGPGEANLVQVSNQLGTEEVCKSISDLGSGESDSMTLTNRQNTEDDENGDIL
NEGGTSFKQNAEENGYTSVESLSVDTLIQSSMTSRCEQKEVLNNFHCQKVLKPKKQLKKFQVIHLRSSLLFRTPSWICRK
KKNKRSRNQGLERSKSIKIGESSKSGLEPSTSEQTRTVAFDSSLSRKRKGNSGACNTHDRKFTRDDSRGDSSTKLVQVEL
RERSGLNRSVLAMPEAPVKRSCSTLTSNSCHYKESDISQDRRSSVQNFMNMLTRGLEETTGNCISLFLSSLIFFNRLSLY
CIRMVF                                                                          
>Acoe_016_00327                                                                 
CSHLVTYKLKYGLNGYNFLQNSLKTTPNGRTSVNIEETKIPKCCFCFGYQGRFYLCLICSSVSCCNLPDSNHAYLHSQLE
NGHEISLDVERAELFCWVCFDQVYDPDFDKTVMCKQMMEMPRNSNGVDFISKENPLKKRKLGGSLDSRKNPIKLVLKIRR
GSGSSFPWGLRGLNNLGNTCFMNSVLQALLHTPPLRNYFLGDRHDRESCRKNSSDRLCLHCDIDAIFTAAFSGDRKPYSP
ARFLYSWWQHSSNLASYEQQDAHEFFISVLDRIHEKEEGSRPQNKDNGDCQCIAHRVFSGVLRSDVTCTICGFTSTTYDP
CLDISLDLETAKIFPKETTVKTGKTTQDTCVSTLLGCLDLFTRPEKLGSDQKLYCQHCQVRQDSLKQMSIKRLPSVLCFH
IKRFEHSWIKKMSRKIDKYLQFPFSLDMTPYLSSSIVRNRFGNRIFAFEGDEADISTEFEVFAVVTHSGNLESGHYVTYL
RLRNQWYRCDDAWITQVSDSVVRASQGYLLYYVQKTLHYKATEDVGCLLQSPRRDPFLPTPECC                
>Acoe_018_00136                                                                 
MDNDDYAASFMICSSSCTPDQEKQIIKDLMEGSGYNTNQGDLFYVLSNRWYMEWLKYTEQDSNDNSKVSTEGILSAGVCR
PGPIDNRHLVIGASHSRYGDDDLDLIRTLQEGHDYVLVSQEVWKRLHDWYKGGPALPRKVISQGVSYHKTLLVEVYPLCL
QLIDDRNEKKYVIRISKKASICDLYNQVSMLLGLDEKTFLIWDYFNSMKTSVLENVVDQDLEEANLKMDQDILVEVEQHF
RPSRFGIGLFLSKWFRFGTNLGLPSTDVEDGYNLRNMTKGDKGGLSGLQNLGNTCFMNSAIQCLVHTPPLVEYFLHDYSD
EINKQNPIGMHGELAIAFGKLLRKLWSSGCAPIAPREFKTKLARFAPQFSGYNQHDSQELLVFLLDGLHEDLNRVKLKPF
IEIKDANGRPDEEVADECWKIHKARNNSVIVDVCQGQYKSTLICPICSRVSVTFDPFMYLSLPLPSKETRSMTITVFYGD
GSALPMPYTVTVLKHGLYKDLFHAIGIACCLKSDELLLVAEVYMHKIYRYLENPFDQLCIIKDEDHIVAYRLPKEQEGFI
RLEIIHQSKDNSFFRKCLGTPLVTFIAEEAAKKSADVQNAVQMVLSPLLKVKFCHPSNCIHTSMEDGLASGNDVDGQVDA
WNSGCRLASQSVDQFSNGMDSFILSIIDEKGMDPYRRDHLVKRVILEWSDREYDMYSISYLEDLPVVHKARSRKKTQPEE
ISLFSCLEAFLKEEPLGPDDMWYCPTCKEHRQATKKLDLWRLPEIIVVHLKRFSYSRYLKNKLDAYVNFPTHNLDLRNYV
KSNNVAPQSHTYELYAISNHYGGLGGGHYSAYAKHSEENKWYHFDDSHVSSINEDEIKTPAAYVLFYQRVEEKRVDESSQ
VHSSSG                                                                          
>Acoe_020_00025                                                                 
MSTKSHHLIQRGQIPEACSHLIDFRSKHGSQPFRVLQKCLRVKPLGRAEIRRDPLEVPRCASCGISARSRLYACVTCAAV
FCHSAESSHASAHAELMSPGHEIAVDVDRAELFCCACCDQVYDKDFDASVVLAQTAAASTLGGGSMIRVVAPPENMRKRR
RVEYRPWTPDPKEQLLMRKSSSVLKSDEGESSNSLPWGLRGLNNLGNTCFMNSVLQALLHTPPLRNYFLSDRHNRYLCQQ
KTNISNGSVGNDNNKNSKLCLACDMDAMFSAVFSGDRMPYSPAKFLYSWWQHAANLASYEQQDAHEFFISMLDGIHEKVE
KERGKPQSQGNGDCCIAHRVFSGILRSDVTCTACGFTSTTYDPCVDISLDLEPNKGGSTKNSSKSHHTYNGEAESMISGQ
HSGISTLLGCLDRFTRPERLGADQKFFCQQCQVRQESLKQMSIRKLPLVCCFHIKRFEHSSSRNMSRKVDRYLQFPFSLD
MSPYLSSSILRSRFGNRMFTFGEDESDASNELPAEFELFAVVTHTGKLDAGHYVTYLRLSNQWYKCDDAWISQVSESIVR
AAQAYMMFYVQKVLYFKASEKSMSTKSHHLIQRGQIPEACSHLIDFRSKHGSQPFRVLQKCLRVKPLGRAEIRRDPLEVP
RCASCGISARSRLYACVTCAAVFCHSAESSHASAHAELMSPGHEIAVDVDRAELFCCACCDQVYDKDFDASVVLAQTAAA
STLGGGSMIRVVAPPENMRKRRRVEYRPWTPDPKEQLLMRKSSSVLKSDEGESSNSLPWGLRGLNNLGNTCFMNSVLQAL
LHTPPLRNYFLSDRHNRYLCQQKTNISNGSVGNDNNKNSKLCLACDMDAMFSAVFSGDRMPYSPAKFLYSWWQHAANLAS
YEQQDAHEFFISMLDGIHEKVEKERGKPQSQVKSFGSCEVVLYSVMFQTSPESLHVHPRGVPSQALRKYIHKEYICCSGL
WLLCATHMSTKSHHLIQRGQIPEACSHLIDFRSKHGSQPFRVLQKCLRVKPLGRAEIRRDPLEVPRCASCGISARSRLYA
CVTCAAVFCHSAESSHASAHAELMSPGHEIAVDVDRAELFCCACCDQVYDKDFDASVVLAQTAAASTLGGGSMIRVVAPP
ENMRKRRRVEYRPWTPDPKEQLLMRKSSSVLKSDEGESSNSLPWGLRGLNNLGNTCFMNSVLQALLHTPPLRNYFLSDRH
NRYLCQQKTNISNGSVGNDNNKNSKLCLACDMDAMFSAVFSGDRMPYSPAKFLYSWWQHAANLASYEQQDAHEFFISMLD



GIHEKVEKERGKPQSQAQAMETVALLIEYSLEF                                               
>Acoe_026_00424                                                                 
MEEDPFLPSFTSPIKLPEDPFDFTPEFEKSSSSSSSPTSPPLFLKTNNSSSSSCYYSPWFSSFNNRRYDDEPTGMGAGLN
NMGNTCFLNAILQCFTHTVPFVQILRSCHHPTPCHRNSEGFCVLCALRDHIELSLSSSGRSIEPQKFVYNLNELSSSFRR
YQQEDAHEFLQCLLDKLDSYGVNETAKEQSSSDEEESIVKKIFGGSLRSQLRCCSCGHCSDTFEPWIDLSLEIEDVDSLP
TALESFTKVEKLEEKSPCENCKEEVLVEKQLTVEKTPTVAALHLKRFKNYGSYVDKIDKHVDFPLELDLLPYRSNQENAE
VDLKYELYGVVVHTGLSSNSGHYYCFIRSSPQKWHRLDDSQVMMVSEEFVLSQEAYILFYVKKGTPWFSTLMEFQKQCVV
TSPNSVLDDVRTCSTLPVEASNITRVEDDAEKSPATVNAFCNEHEKASKNVEVCPQTPPPPKRSKYESVVEKNNEMPACP
SPPPSPEIYAKDPPEDSYSIPRSHLSLKKQTPSAKVVDKAMEDAKRREAIRLTRSMPSSRAMKFQACMLDSRSEGSINKK
KRRLALGLGREKNSTSGTCRKLNPSFSNVVSAFDFC                                            
>Acoe_028_00292                                                                 
MELLRSNLSRVRIPEPTNRIYKQECCISFDSPKSEGGLFIDMNTFLAFSKECVIWNYEKTRNPVYLHIKQTKKSIPEDRP
LKKPTRLAIGLDGGFDNNEPEYEETVSIVILPDFVSLPFPSVELPEKVRLAVDAILLADGAERKEQLASWIADKKQVSAF
ATNLQQIDDGVVIPRSGWKCCKCDKTDNLWLNLTDGMIFCGRKNWDGSGGNNHAVEHYKETNYPLAVKLGTITADLGAAD
VFSYPEDESVEDPLLAKHLAFFGIDFSSLQKTELTTAERELDQNTNFDWNRIQESGQEMEPLYGPGYTGLVNLGNSCYLA
SIMQVVFSTQSFCSRYYKNQNLKLAFETAPADPTLDLNMQLTKLGHGLLSGKYSIPAEEKADIARSTTPIKQEGIPPRMF
KAVIAASHPEFSTMRQQDVLEFFLHFLDQVERANAVKPELDPVKSFKFGIEERLLCSSEKVAYNKRIDYILSLNIPLHEA
TNKEQLEAFLKLKAEKSLEGKEVRSGDEIVRPRVPLEACLATFSAPEEVQDFYSTALNAKTTALKTAGLTSFPDYLVLHM
RKFIMEGWVPKKLDVYIDVPDVIDISHMRSNGLQAGEELLPEEVAGVRNVEPGKPSPNEDIVSQLAAMGFNYLHCQKAAI
NTANAGVEEAMTWLLSHMEDPDINDPIEHTSDQPFVDESKVDTLVSFGFSKEVARKALKASGGNIENATEWIFSHPDGSD
LDMDATSSSPSCAADAGLPDGGGRYKLKGIVSHIGTSTHCGHYVAHVHKDGRWVIFNDDKVGASIDPPKDMGYLYFFERL
NSMELLRSNLSRVRIPEPTNRIYKQECCISFDSPKSEGGLFIDMNTFLAFSKECVIWNYEKTRNPVYLHIKQTKKSIPED
RPLKKPTRLAIGLDGGFDNNEPEYEETVSIVILPDFVSLPFPSVELPEKVRLAVDAILLADGAERKEQLASWIADKKQVS
AFATNLQQIDDGVVIPRSGWKCCKCDKTDNLWLNLTDGMIFCGRKNWDGSGGNNHAVEHYKETNYPLAVKLGTITADLGA
ADVFSYPEDESVEDPLLAKHLAFFGIDFSSLQKTELTTAERELDQNTNFDWNRIQESGQEMEPLYGPGYTGLVNLGNSCY
LASIMQVVFSTQSFCSRYYKNQNLKLAFETAPADPTLDLNMQLTKLGHGLLSGKYSIPAEEKADIARSTTPIKQEGIPPR
MFKAVIAASHPEFSTMRQQDVLEFFLHFLDQVERANAVKPELDPVKSFKFGIEERLLCSSEKVAYNKRIDYILSLNIPLH
EATNKEQLEAFLKLKAEKSLEGKEVSGDEIVRPRVPLEACLATFSAPEEVQDFYSTALNAKTTALKTAGLTSFPDYLVLH
MRKFIMEGWVPKKLDVYIDVPDVIDISHMRSNGLQAGEELLPEEVAGVRNVEPGKPSPNEDIVSQLAAMGFNYLHCQKAA
INTANAGVEEAMTWLLSHMEDPDINDPIEHTSDQPFVDESKVDTLVSFGFSKEVARKALKASGGNIENATEWIFSHPDGS
DLDMDATSSSPSCAADAGLPDGGGRYKLKGIVSHIGTSTHCGHYVAHVHKDGRWVIFNDDKVGASIDPPKDMGYLYFFER
LNSMELLRSNLSRVRIPEPTNRIYKQECCISFDSPKSEGGLFIDMNTFLAFSKECVIWNYEKTRNPVYLHIKQTKKSIPE
DRPLKKPTRLAIGLDGGFDNNEPEYEETVSIVILPDFVSLPFPSVELPEKVRLAVDAILLADGAERKEQLASWIADKKQV
SAFATNLQQIDDGVVIPRSGWKCCKCDKTDNLWLNLTDGMIFCGRKNWDGSGGNNHAVEHYKETNYPLAVKLGTITADLG
AADVFSYPEDESVEDPLLAKHLAFFGIDFSSLQKTELTTAERELDQNTNFDWNRIQESGQEMEPLYGPGYTGLVNLGNSC
YLASIMQVVFSTQSFCSRYYKNQNLKLAFETAPADPTLDLNMQLTKLGHGLLSGKYSIPAEEKADIARSTTPIKQEGIPP
RMFKAVIAASHPEFSTMRQQDVLEFFLHFLDQVERANAVKPELDPVKSFKFGIEERLLCSSEKVAYNKRIDYILSLNIPL
HEATNKEQLEAFLKLKAEKSLEGKEVSGDEIVRPRVPLEACLATFSAPEEVQDFYSTALNAKTTALKTAGLTSFPDYLVL
HMRKFIMEGWVPKKLDVYIDVPDVIDISHMRSNGLQAGEELLPEEAGVRNVEPGKPSPNEDIVSQLAAMGFNYLHCQKAA
INTANAGVEEAMTWLLSHMEDPDINDPIEHTSDQPFVDESKVDTLVSFGFSKEVARKALKASGGNIENATEWIFSHPDGS
DLDMDATSSSPSCAADAGLPDGGGRYKLKGIVSHIGTSTHCGHYVAHVHKDGRWVIFNDDKVGASIDPPKDMGYLYFFER
LNSMELLRSNLSRVRIPEPTNRIYKQECCISFDSPKSEGGLFIDMNTFLAFSKECVIWNYEKTRNPVYLHIKQTKKSIPE
DRPLKKPTRLAIGLDGGFDNNEPEYEETVSIVILPDFVSLPFPSVELPEKVRLAVDAILLADGAERKEQLASWIADKKQV
SAFATNLQQIDDGVVIPRSGWKCCKCDKTDNLWLNLTDGMIFCGRKNWDGSGGNNHAVEHYKETNYPLAVKLGTITADLG
AADVFSYPEDESVEDPLLAKHLAFFGIDFSSLQKTELTTAERELDQNTNFDWNRIQESGQEMEPLYGPGYTGLVNLGNSC
YLASIMQVVFSTQSFCSRYYKNQNLKLAFETAPADPTLDLNMQLTKLGHGLLSGKYSIPAEEKADIARSTTPIEGIPPRM
FKAVIAASHPEFSTMRQQDVLEFFLHFLDQVERANAVKPELDPVKSFKFGIEERLLCSSEKVAYNKRIDYILSLNIPLHE
ATNKEQLEAFLKLKAEKSLEGKEVSGDEIVRPRVPLEACLATFSAPEEVQDFYSTALNAKTTALKTAGLTSFPDYLVLHM
RKFIMEGWVPKKLDVYIDVPDVIDISHMRSNGLQAGEELLPEEVAGVRNVEPGKPSPNEDIVSQLAAMGFNYLHCQKAAI
NTANAGVEEAMTWLLSHMEDPDINDPIEHTSDQPFVDESKVDTLVSFGFSKEVARKALKASGGNIENATEWIFSHPDGSD
LDMDATSSSPSCAADAGLPDGGGRYKLKGIVSHIGTSTHCGHYVAHVHKDGRWVIFNDDKVGASIDPPKDMGYLYFFERL
NSMELLRSNLSRVRIPEPTNRIYKQECCISFDSPKSEGGLFIDMNTFLAFSKECVIWNYEKTRNPVYLHIKQTKKSIPED
RPLKKPTRLAIGLDGGFDNNEPEYEETVSIVILPDFVSLPFPSVELPEKVRLAVDAILLADGAERKEQLASWIADKKQVS
AFATNLQQIDDGVVIPRSGWKCCKCDKTDNLWLNLTDGMIFCGRKNWDGSGGNNHAVEHYKETNYPLAVKLGTITADLGA
ADVFSYPEDESVEDPLLAKHLAFFGIDFSSLQKTELTTAERELDQNTNFDWNRIQESGQEMEPLYGPGYTGLVNLGNSCY
LASIMQVVFSTQSFCSRYYKNQNLKLAFETAPADPTLDLNMQLTKLGHGLLSGKYSIPAEEKADIARSTTPIKQEGIPPR
MFKAVIAASHPEFSTMRQQDVLEFFLHFLDQVERANAVKPELDPVKSFKFGIEERLLCSSEKVAYNKRIDYILSLNIPLH
EATNKEQLEAFLKLKAEKSLEGKEVSGDEIVRPRVPLEACLATFSAPEEVQDFYSTALNAKTTALKTAGLTSFPDYLVLH
MRKFIMEGWVPKKLDVYIDVPDVIDISHMRSNGLQAGEELLPEEVAGVRNVEPGKPSPNEDIVSQLAAMGFNYLHCQKAA
INTANAGVEEAMTWLLSHMEDPDINDPIEHTSDQPFVDESKVDTLVSFGFSKEVARKALKGGNIENATEWIFSHPDGSDL
DMDATSSSPSCAADAGLPDGGGRYKLKGIVSHIGTSTHCGHYVAHVHKDGRWVIFNDDKVGASIDPPKDMGYLYFFERLN
SMELLRSNLSRVRIPEPTNRIYKQECCISFDSPKSEGGLFIDMNTFLAFSKECVIWNYEKTRNPVYLHIKQTKKSIPEDR



PLKKPTRLAIGLDGGFDNNEPEYEETVSIVILPDFVSLPFPSVELPEKVRLAVDAILLADGAERKEQLASWIADKKQVSA
FATNLQQIDDGVVIPRSGWKCCKCDKTDNLWLNLTDGMIFCGRKNWDGSGGNNHAVEHYKETNYPLAVKLGTITADLGAA
DVFSYPEDESVEDPLLAKHLAFFGIDFSSLQKTELTTAERELDQNTNFDWNRIQESGQEMEPLYGPGYTGLVNLGNSCYL
ASIMQVVFSTQSFCSRYYKNQNLKLAFETAPADPTLDLNMQLTKLGHGLLSGKYSIPAEEKADIARSTTPIKQEGIPPRM
FKAVIAASHPEFSTMRQQDVLEFFLHFLDQVERANAVKPELDPVKSFKFGIEERLLCSSEKVAYNKRIDYILSLNIPLHE
ATNKEQLEAFLKLKAEKSLEGKEVSGDEIVRPRVPLEACLATFSAPEEVQDFYSTALNAKTTALKTAGLTSFPDYLVLHM
RKFIMEGWVPKKLDVYIDVPDVIDISHMRSNGLQAGEELLPEEGIVIMLFFLFKIDLVPIIEIHYSFCLIPLQFQKLSWL
HGLPKEIFLLYYLDVGLLTFILFYFKIRGNHMELLRSNLSRVRIPEPTNRIYKQECCISFDSPKSEGGLFIDMNTFLAFS
KECVIWNYEKTRNPVYLHIKQTKKSIPEDRPLKKPTRLAIGLDGGFDNNEPEYEETVSIVILPDFVSLPFPSVELPEKVR
LAVDAILLADGAERKEQLASWIADKKQVSAFATNLQQIDDGVVIPRSGWKCCKCDKTDNLWLNLTDGMIFCGRKNWDGSG
GNNHAVEHYKETNYPLAVKLGTITADLGAADVFSYPEDESVEDPLLAKHLAFFGIDFSSLQKTELTTAERELDQNTNFDW
NRIQESGQEMEPLYGPGYTGLVNLGNSCYLASIMQVVFSTQSFCSRYYKNQNLKLAFETAPADPTLDLNMQLTKLGHGLL
SGKYSIPAEEKADIARSTTPIKQEGIPPRMFKAVIAASHPEFSTMRQQDVLEFFLHFLDQVERANAVKPELDPVKSFKFG
IEERLLCSSEKVAYNKRIDYILSLNIPLHEATNKEQLEAFLKLKAEKSLEGKEVSGDEIVRPRVPLEACLATFSAPEEVQ
DFYSTALNAKTTALKTAGLTSFPDYLVLHMRKFIMEGWVPKKLDVYIDVPDVIDISHMRSNGLQAGEELLPEEVAGVRNV
EPGKPSPNEDIVSQLAAMGFNYLHCQKAAINTANAGVEEAMTWLLSHMEDPGILMELLRSNLSRVRIPEPTNRIYKQECC
ISFDSPKSEGGLFIDMNTFLAFSKECVIWNYEKTRNPVYLHIKQTKKSIPEDRPLKKPTRLAIGLDGGFDNNEPEYEETV
SIVILPDFVSLPFPSVELPEKVRLAVDAILLADGAERKEQLASWIADKKQVSAFATNLQQIDDGVVIPRSGWKCCKCDKT
DNLWLNLTDGMIFCGRKNWDGSGGNNHAVEHYKETNYPLAVKLGTITADLGAADVFSYPEDESVEDPLLAKHLAFFGIDF
SSLQKTELTTAERELDQNTNFDWNRIQESGQEMEPLYGPGYTGLVNLGNSCYLASIMQVVFSTQSFCSRYYKNQNLKLAF
ETAPADPTLDLNMQLTKLGHGLLSGKYSIPAEEKADIARSTTPIKQEGIPPRMFKAVIAASHPEFSTMRQQDVLEFFLHF
LDQVERANAVKPELDPVKSFKFGIEERLLCSSEKVAYNKRIDYILSLNIPLHEATNKEQLEAFLKLKAEKSLEGKEVSGD
EIVRPRVPLEACLATFSAPEEVQDFYSTALNAKTTALKTAGLTSFPDYLVLHMRKFIMEGWVPKKLDVYIDVPDVIDISH
MRSNGLQAGEELLPEEAGVRNVEPGKPSPNEDIVSQLAAMGFNYLHCQKAAINTANAGVEEAMTWLLSHMEDPGIL    
>Acoe_034_00162                                                                 
MGKKVKKRIQNAQKEKKGSSDNHGTNVVHSNSQDEVVGEGDGEGVLVAVKGRTCTHIEKGIDLVKLTEKFGLKGTEKCED
CREGAADRKGRSKHGKKGSGGVGKKKNCVWVCLQCGHFSCGGVGFPTTPQSHAIRHNRQTKHPCVIQLQNPKLCWCFPCD
SPISVGKSEQNDPLDNVLSEVVKLIKGGLSEEPSIDVEDVWFGSDSGSVGGLTTSGANDSLVSGRKGGYTVHGLANLGNT
CFFNSVMQNLLAMDKLRDYFINLDRSVGSLTMALKKLFIETSSESNSRSGISPRNLFGCICSRAPQFRGYQQQDSHELLR
CLLDGLCTEELNMRKSLVSSKEDGVKSDVGSTFVDMIFGGQLSSTVCCMECKHSSVVHEPFLDLSLPVPTKKSPSRKVSR
AKRAKLPSKNEMRKGGKIRGKWKTDSAPALVPCATGSSETTESSSIASSSVPPVEEKVEMFDDSWLDWLGSDTTPNVVDS
VSQNYDFSPFQVSESKPFYPLEEDKVDLLDGFQRLDHTGHDSTSNELDSVFQNHDILPIKVSEGNDDMSQNSSDAQSQVF
STNIEPQQNSEWCKGSSSEDNLPILQSPEVILLPYKEENSTTGGEMTSKESEIPSSVLGCEQESLDFDGFGDLFNEPEMD
SVPILHDKSSQEIEATETGFLAGNSSESDPDEVDDTNAPVSVNSCLAYFTKPELLSEHAWHCENCSKTLQGQQLYSVDNQ
SKTIKKKTNGIQLRSQNEQSDGDLLNSCEDSRVLENGDLETDFGCNIERREDLLMSSYSPQEVSSLMTDCKPSNQAGSND
QTGDSCSVNASTNAGNDGDEVKVSKSKVSARESKNSEEDEKCVKVMRDATKRYLLHKVPPILTIHLKRFSQDGRGRLSKL
SGHVCFQDKLDLSPYISSRSSDKKNCEYHLIGIVEHLGSMRGGHYVAYIRGQKRRGVTEQDKEGHTWFCASDGYVREVSF
AEVLRREAYILFYEKVMGKKVKKRIQNAQKEKKGSSDNHGTNVVHSNSQDEVVGEGDGEGVLVAVKGRTCTHIEKGIDLV
KLTEKFGLKGTEKCEDCREGAADRKGRSKHGKKGSGGVGKKKNCVWVCLQCGHFSCGGVGFPTTPQSHAIRHNRQTKHPC
VIQLQNPKLCWCFPCDSPISVGKSEQNDPLDNVLSEVVKLIKGGLSEEPSIDVEDVWFGSDSGSVGGLTTSGANDSLVSG
RKGGYTVHGLANLGNTCFFNSVMQNLLAMDKLRDYFINLDRSVGSLTMALKKLFIETSSESNSRSGISPRNLFGCICSRA
PQFRGYQQQDSHELLRCLLDGLCTEELNMRKSLVSSKEDGVKSDVGSTFVDMIFGGQLSSTVCCMECKHSSVVHEPFLDL
SLPVPTKKSPSRKVSRAKRAKLPSKNEMRKGGKIRGKWKTDSAPALVPCATGSSETTESSSIASSSVPPVEEKVEMFDDS
WLDWLGSDTTPNVVDSVSQNYDFSPFQVSESKPFYPLEEDKVDLLDGFQRLDHTGHDSTSNELDSVFQNHDILPIKVSEG
NDDMSQNSSDAQSQVFSTNIEPQQNSEWCKGSSSEDNLPILQSPEVILLPYKEENSTTGGEMTSKESEIPSSVLGCEQES
LDFDGFGDLFNEPEMDSVPILHDKSSQEIEATETGFLAGNSSESDPDEVDDTNAPVSVNSCLAYFTKPELLSEHAWHCEN
CSKTLQGQQLYSVDNQSKTIKKKTNGIQLRSQNEQSDGDLLNSCEDSRVLENGDLETDFGCNIERREDLLMSSYSPQEVS
SLMTDCKPSNQAGSNDQTGDSCSVNASTNAGNDGDEVKVSKSKVSARESKNSEEDEKCVKVMRDATKRSSDKKNCEYHLI
GIVEHLGSMRGGHYVAYIRGQKRRGVTEQDKEGHTWFCASDGYVREVSFAEVLRREAYILFYEKV               
>Acoe_044_00095                                                                 
MKTNTEEENMESESKRQKLLHDSSSSPLLTIDNPLLPLASYADDDDEEEDYQERREENGYEGKKHGKDGQIVESDEDDED
DREERWNQGRGKRQVEVRRDCPYLDTVNRQVLDFDFEKCCSVSLKNINVYACLVCGKYYQGRGRKSHAYTHSLEAGHHVY
INLQTEKVYCLPDGYEISDPSLDDIRHVLYPRFSREQVVHLDKNKQWSRALDGSDYLPGMVGLNNIKETDFVNVTIQSLM
RVTPLRNFFLIPENYQNCKSPLVHRFGELTRKIWHARNFKGQVSPHEFLQAVMKASKKRFRIGAQSDPVEFISWLLNTLH
ADLKKKNRSIIYKCFQGELEVVKEIHNKSSIEKKDNGDDLTNGAVSEETSIMPFLMLGLDLPPPPLFKDVMEKNIIPQVP
LFNILKKFDGESVTEVVRPCIARMRYRITKLPQYLILHMRRFTKNNFFVEKNPTLVNFPVKNLELKDYIPLPTPKENEKL
RSKYDLIANIVHDGKPGEGSYRVFVQRKSEELWYEMQDLHVAETLPQMVALSETYMQIYEQQQ                 
>Acoe_047_00115                                                                 
MEETKGGGERGEESVDVLFQKRKRIEFHPARKPYLGFSNNNPDFHLETLNPTSQNNISQTSSLSLINSSSSSSAVKKFSD
SADFLDLELCLGGTTFRRIGAGLENLGNTCFLNSVLQCLTYTEPFAAYLQSGMHKSSCHTSGFCALCAIQNHVKRALQST
GRIVAPKDLVVNLRCISRSFRNARQEDAHEYMVNLLESMHKCCLPSGVPSESPSAYEKSLVHKIFGGRLRSQVKCMQCSY
CSNTFDPFLDLSLEITKADSLIKALTHFTAVEQLDGGQRQYQCQRCNKKVKALKQLTVNKAPYVLSIHLKRFGSHVPGQK



IDKKVEFGSTLNLKPFVSGSYEGELKYTLYGVLVHAGWSTHSGHYYCFVRTSSGMWHSLDDNRVVQVSEKTVMQQKAYML
FYVRDRRNLAPKKAIDRIETIMPKAIKNSEQCTSVESKEAVQNGPVATGLCTSDSSKKTQKESSLVKNATLVAVDKKSSD
IKDLTSQSSKALVKGHVVKQISNGHSVEEVCPQPSAPLFKRSLSAFNPTVPSRDNNPVLEYLHQGSNTLSKLPSSSGSQN
SGSEKLAIVKIAHENNSIPNDGISKEEPDMITSDHKKNISTKLSKQTGIGNNQNECERVQIETPCQKTEVDTSIETRLTE
LSTKSDNRNACVVHKEALGHHHNLQKPLKPKKKAMKLRMSMHLGPGFLRKTSLNQYKKKKQKKNKLRSLKFKVNIQDSVE
ENSNSVGLDPSTSEKTRMTDLALTHCKRRLKKSSPQNGSGPRITEDVQSFKEDSVINVTEECLRKRTYENNGALATNEPP
ENCSSLISAEAQCESREPDTSQMKRSLFGNGFTSMLTRGSDFTVPRWDAIESSPQCLGSKDGESMKIGYVLDEWDEEYDR
GKRKKIRKSKDCFDGSNPFQEIATKKAQLKKSKFDKPRFRMEETKGGGERGEESVDVLFQKRKRIEFHPARKPYLGFSNN
NPDFHLETLNPTSQNNISQTSSLSLINSSSSSSAVKKFSDSADFLDLELCLGGTTFRRIGAGLENLGNTCFLNSVLQCLT
YTEPFAAYLQSGMHKSSCHTSGFCALCAIQNHVKRALQSTGRIVAPKDLVVNLRCISRSFRNARQEDAHEYMVNLLESMH
KCCLPSGVPSESPSAYEKSLVHKIFGGRLRSQVKCMQCSYCSNTFDPFLDLSLEITKADSLIKALTHFTAVEQLDGGQRQ
YQCQRCNKKVKALKQLTVNKAPYVLSIHLKRFGSHVPGQKIDKKVEFGSTLNLKPFVSGSYEGELKYTLYGVLVHAGWST
HSGHYYCFVRTSSGMWHSLDDNRVVQVSEKTVMQQKAYMLFYVRDRRNLAPKKAIDRIETIMPKAIKNSEQCTSVESKEA
VQNGPVATGLCTSDSSKKTQKESSLVKNATLVAVDKKSSDIKDLTSQSSKALVKGHVVKQISNGHSVEEVCPQPSAPLFK
RSLSAFNPTVPSRDNNPVLEYLHQGSNTLSKLPSSSGSQNSGSEKLAIVKIAHENNSIPNDGISKEEPDMITSDHKKNIS
TKLSKQTGIGNNQNECERVQIETPCQKTEVDTSIETRLTELSTKSDNRNACVVHKEALGHHHNLQKPLKPKKKAMKLRMS
MHLGPGFLRKTSLNQYKKKKQKKNKLRSLKFKVNIQDSVEENSNSVGLDPSTSEKTRMTDLALTHCKRRLKKSSPQNGSG
PRITEDVQSFKEDSVINVTEECLRKRTYENNGALATNEPPENCSSLISAEAQCESREPDTSQMKRSLFGNGFTSMLTRGS
DFTVPRWDAIESSPQCLGSKDGESMKIGYVLDECYCVGNGYVPEDLCLSVFRI                           
>Acoe_052_00036                                                                 
MEFLRSNLSKVRIPEPTNRIYKQECCICFDTPKSECGLFIDMNSFLAFGKDCVVWNYEKTGNSVYLHIQQIKKTISEDRP
LKKPTLLAIGMDGGFENKESAEYVETHSIVILPDFVSLPFPSIEFPEKVRLAVDAVLLADGVERMERLAAWAADKKQVSV
YAMDLQQIQNGVLVPRYGWKCCKCEKTDNLWLNLTDGMILCGRKNWDGSGGNNHAIEHYKETNYPLAVKLGTITADLEAA
DVFSYPEDECVENPLLAQHLAFFGIEFSSLQKTEMTTAERELDQNTNFDWNRIQESGQEVEPLYGPGYTGLVNLGNSCYM
ASIMQVSLKQALETARADPTVDLNMQLSKLGHGLLSGRYSTLVQDGIPPRMFKTVIAAKHPEFSSMRQQDVLEFFLHFLD
QVEQANASNPELDPVKSFKFGVEERILCSSGKVAYNKRVDYILSLNIPLHEATNKEQLEAFLKLKEEKSLEGKEVSGDEI
VRPRVPLEACLATFSAPEEVNDFYSTALNAKTTAIKTAGLTSFPDYLVLHMQKFILDGWVPKNVYIHVPDVIDISHMRSK
GFQAGEELLAHAVVGESHKLEPGKPCANEDIVSQLTAMGFNYLHCQKAAINTSNAGVEEAMTWLLSHMEDQDINDPISLE
EQTVDSIDESKVDTLISFGFEKDIARKALKATGGNIETATDWIFSHSDTSDSNMDATSSRLNCTANAELPDGEGRYKLKG
LVSHIGTSTHCGHYVAHVHKDGRWVIFNDDKVGVSINPPKDMGYLYFFERLSS                           
>Acoe_125_00015                                                                 
KTRRKASLPPLGLKNLGNTCYLNSVLQCLTYTPPLANYCLSNQSHSSICKSPNQQPFNCPFCILEKRIFRSLTLDTPATF
DSPLRIHNSLSIFSDQFQLYRQEDAHEFLRYVIDACHNTCLKLNKLVGDTSGESVIKDIFGGELRSQVKCVECGGESNKN
DEIMDISLDLYQSFSVNDAMQRFFQPEVLNGTNKYKCENCDKLVVAKKQMSILKAPNVLVIQLKRFEGIHGGKIDRDIAF
EECLVLSKYMCKESQDPHPEYSLFGTIVHAGNSPESGHYYAYIKDTMGRWYCCNDTYVTLSTLKDVFTEKVYILFFTRTN
QRSRPTKSSPVTIGVKPPHCNGHNAELPNEAVSLKSVSTKTHTPEKAVPTISKNGEHPSSSRLKFDFKALKFKELHGNGN
GNVNSNGNGGNYMDSKKVKEVEKVLKERPLVTNSNDANVNGSCNALHPETKQISQLPHGNGKPLGSTVKPTKTEISMDAG
LEIISTKEKRPDSGIVSQTEESSTISGCKRKILDNELVKDASSHLQSCGWYNEVYSFMRAKKRLCAQTGGDTTNDIELKK
LLIEEAREMFKPQVPASLKAHLIDCLKSLYHNKSLLDA                                          
>Acoe_142_00016                                                                 
MLGNKPVARTTTSAVEEEKVLNVDCTNAGLRNLGNSCYANSTLQCLYAIPELRVAIFEYAGSKVVDIKSRRLTTALKNLF
DGLDDNQGVICPLEFLMALRNKYPSFGKMKDGMPMQQDALDCWISVINTLYQTLKGPDSGNQCMEELFGIGLVGRRQYEG
SDEQDFIRVEPSPALRCVIPSVEIDLLDGLKQSYTSKTYDSSRGVDANVEYLITDLPRYFTINLNRFCVTTDSEQKVKIA
QKVNYPLELNVYNLCSEDLRKKLEGYGQVCMDNAEKLGFNPSETSGSSDKDVKSGAELLSTKSVETSGAIFEEVKKEQST
GIYDLVAVLTHKGSSANSGHYIAYVKQESGQWIQFDDDTVKPQQPEHITELSGGDLEHDIAYIIMYKARVKMLGNKPVAR
TTTSAVEEEKVLNVDCTNAGLRNLGNSCYANSTLQCLYAIPELRVAIFEYAGSKVVDIKSRRLTTALKNLFDGLDDNQGV
ICPLEFLMALRNKYPSFGKMKDGMPMQQDALDCWISVINTLYQTLKGPDSGNQCMEELFGIGLVGRRQYEGSDEQDFIRV
EPSPALRCVIPSVEIDLLDGLKQSYTSKTYDSSRGVDANVEYLITDLPRYFTINLNRFCVTTDSEQKVKIAQKVNYPLEL
NVYNLCSEDLRKKLEGYGQVCMDNAEKLGFNPSETSGSSDKDVKSGAELLSTKSVETSGAIFEEEQSTGIYDLVAVLTHK
GSSANSGHYIAYVKQESGQWIQFDDDTVKPQQPEHITELSGGDLEHDIAYIIMYKARVK                     
>Bdis_1g07717                                                                   
MSRHNTRNKNKRPRADESASPSYAVLKKIHSTGTITEGDIRQLYSVWKPVCQGCHGNTKDSPNCFCGLVPNANGARKTGL
WQKNSEHVRSLGPNPSADLRDSMETPAGLTNLGATCYANSILQCLYMNTYFRSGIFSLEPDILKKHPVIDQLARLFVQLH
SSKMAFIDSAPFIKTLELDNGVQQDSHEFLTLFLSLLERSLSHSKVSGAKTIVQHLFRGSVSHVTRCSSCGRDSEASSKM
EDFYELELNIKGLNNLEESLDDYLSVEALNGENQYSCESCQKRVDATRCIKLRSLPPVVNFQLKRYVFLPKTTTKKKISS
AFSFPAQLDMGKRLSNPSSSYTYDLAAILIHKGSAANSGHYVAHIKDESSCQWWEFDDECVSKLGFHPFGEKPSKSSDKV
DQKSEVTSSEGSVANGNKSSYHEAKPSCTMGPMFSSTDAYMLMYKRSSKDENGTESNNIMEANNSSLPRHFADEINELNA
LYVKECEEYESKKDKLLASIQERRDEVRAVLTEAPAPPDDDSYFWISADWLRQWADNANPPSSIDNSPIQCEHGKVPASK
VTSMKRLSAKAWQKLLSKYGGGPVLSRNDVCMECLKDGAKTAVSADVYRDRKASLKNLAEAALAGIIPEGPSYFVSKTWL
THWLRRKNADIPSDPDNVPTSALRCSHGDLLPEHAPGAKRVSVPESLWLFLYETVNAREADNIATFPSDCQPCEICGEKL
SVVASVEDNLRAIKLKQRQRHEKLISGKGFALHPGQKYYLVPSSWLSEWRTYITATGKNVSSLPEPQSLEVVINSLKCEK
HSRLLQRPLDLVCKRGNITQKTSNTDGLAIISESDWILFSEEWNITHGNGASAEIICSNSSQDKLHGSSEAMIILDEDPD



QSINDANNSLEDSSPYIRTDPEVCEECIGEIESCALVQKLNYQNEDIHVYLVRGKEAPKSIREACPALPIPDRRTTKRSR
RTTSGNSINLKVSGSTSVYQLKLMIWESLGIVKENQKLHKGSVEIEDDLATLADKAIFPGDVLWVKDSEMFENRDIADEI
SEQKADVSAEEGFRGTLLTSSVSTQLCQDIALSE*                                             
>Bdis_1g18790                                                                   
MSGADKVVLFGSFTEDETKLFQGQPGTSNTESVEKELEIPEIQFGSLNFSALSLEKVSNPVAKGTVHPPKSTYGQNKVAK
GDTCSDKKETVTSSLPNGGPVLFNGSPPANVSANNGVLKNAKKAEASIASAGPVNNVKKTEATATSAEPVNNVTQTGATV
PSVGPVNNMKKTGTTVPSAGPVNNVKKTGAMVPSAGPVNNAKKTEATVPKAGPVNKAKKTETVVSSGVPVNNVSSSTPLE
RPEVTLDGIKDTQSSSSAMVVTENGSTSVDAPIIAASADESVTSLNKETFQNKPLLPHGLKNTGNICFLNATLQAFLSCS
PFVQLLQDLRTRNIPKAGYPTLYAFVELISQLDVLDGSAMNKNEKVIMVSGKAVNPAMFDQVLRNFTPDVPAGTFARPRQ
EDAQEFLSFAMDRMHDELLKLNGNGLNSKEGMVVSSSDDDAWETVGRKNKSAIMRTQSFVPSELSAIFGGQLQSTVKAAG
KKPSATVQPFLLLHLDICPDAVQTLDDALHMFSSPESLEGYRTAAGKVLIKISAGVVTARKLVKIHTLSKIMILHLKRFS
YGNFGCNKLYKPLHFPLELVLNRDLLSSPSSEGRRYELVATITHHGTGPSRGHYTADAKHADGQWLRFDDNNVSPVNVNQ
VLHDQAYVLFYKQI*MSGADKVVLFGSFTEDETKLFQGQPGTSNTESVEKELEIPEIQFGSLNFSALSLEKVSNPVAKGT
VHPPKSTYGQNKVAKGDTCSDKKETVTSSLPNGGPVLFNGSPPANVSANNGVLKNAKKAEASIASAGPVNNVKKTEATAT
SAEPVNNVTQTGATVPSVGPVNNMKKTGTTVPSAGPVNNVKKTGAMVPSAGPVNNAKKTEATVPKAGPVNKAKKTETVVS
SGVPVNNVSSSTPLERPEVTLDGIKDTQSSSSAMVVTENGSTSVDAPIIAASADESVTSLNKETFQNKPLLPHGLKNTGN
ICFLNATLQAFLSCSPFVQLLQDLRTRNIPKAGYPTLYAFVELISQLDVLDGSAMNKNEKVIMVSGKAVNPAMFDQVLRN
FTPDVPAGTFARPRQEDAQEFLSFAMDRMHDELLKLNGNGLNSKEGMVVSSSDDDAWETVGRKNKSAIMRTQSFVPSELS
AIFGGQLQSTVKAAGKKPSATVQPFLLLHLDICPDAVQTLDDALHMFSSPESLEGYRTAAGKAGVVTARKLVKIHTLSKI
MILHLKRFSYGNFGCNKLYKPLHFPLELVLNRDLLSSPSSEGRRYELVATITHHGTGPSRGHYTADAKHADGQWLRFDDN
NVSPVNVNQVLHDQAYVLFYKQI*MSGADKVVLFGSFTEDETKLFQGQPGTSNTESVEKELEIPEIQFGSLNFSALSLEK
VSNPVAKGTVHPPKSTYGQNKVAKGDTCSDKKETVTSSLPNGGPVLFNGSPPANVSANNGVLKNAKKAEASIASAGPVNN
VKKTEATATSAEPVNNVTQTGATVPSVGPVNNMKKTGTTVPSAGPVNNVKKTGAMVPSAGPVNNAKKTEATVPKAGPVNK
AKKTETVVSSGVPVNNVSSSTPLERPEVTLDGIKDTQSSSSAMVVTENGSTSVDAPIIAASADESVTSLNKETFQNKPLL
PHGLKNTGNICFLNATLQAFLSCSPFVQLLQDLRTRNIPKAGYPTLYAFVELISQLDVLDGSAMNKNEKVIMVSGKAVNP
AMFDQVLRNFTPDVPAGTFARPRQEDAQEFLSFAMDRMHDELLKLNGNGLNSKEGMVVSSSDDDAWETVGRKNKSAIMRT
QSFVPSELSAIFGGQLQSTVKAAGKKPSATVQPFLLLHLDICPDAVQTLDDALHMFSSPESLEGYRTAAGKVLIKISVSS
*                                                                               
>Bdis_1g31187                                                                   
MPGGVGGGEGSGGGIDFAALIQAAVVGFVLFTAAVAAVRRAASRYFVVDAAGFASAYDDHHSSSGALAYPMPPQENHHHQ
QQQQPMAQGQGQAAAGGGGGETAPCAECGRASIKRCSGCKRMRRNMIFCVQVSGECQSKHWQSDHKFKCKQMKLDSVDKL
PCGGEASSKKSSVFGRISLVPGHRKLNKVIFPYDEFLKLYNWRDHDFLPCGLVNCGNSCFANVVLQCLSCTRPLVAYLLW
KDHARECSRRHEDWCFLCELQSHIQKATDSLHPFAPMKILSHLPNIGGNLGFGKQEDAHEFMRFAIDKMQSACLDEFGGE
KVVDLSIQETTIIQHIFGGRLRSQVQCTACGMVSNRYENMMDLTVEIHGDAESLEECLNQFTAVEWLDGDNKYRCDGCSD
YVKAQKHLTVHQAPNILTITLKRFQVRSGRYGKLNKRVTFPTKLDLTRYMSTTDGSDQYDLYAVVVHLDMMNASYFGHYI
CYIKDFRGRWRKVDDCKVMIVDEEEVHAQGAYMLLYSRRTARPGPLLTVKEPIKQEKQCGVPPSDGQNHLLPMDVTLKCE
SLLKPLEDLREDSESTNESLHKMSIDQESDMDLHINIERDKFITNQSLHLPVSSASHVLEEATRGPGSLLEDNATMRPDQ
FGNSACESSSVHSSEEESKEPAPEADYMDIDFEAGAEVERRNVQEQSVTVSSDSAGVIGNKTLVPTFENGTARKPKPLFS
PGFLDKPSRKKSSFLGKIQNGGSIAVASQTTNGHWNERLSRPEQGHIANSGGQLTSSATGSVHCNGDMFATASNGVLFNG
DTRSGNHSLHAAKRDAPSVNGFNPRPHRSPSSSNPNRNNTSNSEPFLQRGFLERPCSREKSVKGDDGLSCSNATSSSSAN
GNNISNSNISSGSSKGGIGMSPGLLTKRCRESAAMGSTASFMHDPLTGNISKEQDLVGDAALPDQVQENGIDVSVHGDEN
GYAALGTNNASYGEEICCSGTKNASYGEESCCNGAVDMHSSSCQRDDAPALLVAENGVASENADHLKSISPTLGHDGLRR
RLTSKYFEQNSVDAQ*                                                                
>Bdis_1g37640                                                                   
MGKSGQMRRKNNTTEYGQRSKHCDKEGVSGTEIQVTRPDPIPVQCPDYAVLDLNGDPSEVRRNWERTILLFRLWCFNNTD
ERYEFGNPHSRSCMIPPAGHFLIYMHFGSKWLCAVIDGPSLYLDGYVTRSFGHHSELRVFENKKKERRVPTLIENSKALP
WRGSYNTAEHCRLGYYGLLSAFKVMHAFVDNPKAKPSDKEIMAGETLIVHLPEAARSDNLFQDIYVSFCQGDTLGKDRLG
AARHWSKDSEDARSKMGSVLSLESVEEEGSRSTKESSSSAESKDKKSPIDIIENFRLLHRPYHSHGFFQLRNMPIQLGKE
GPIGDVWGRQQLIDKDMSSFRFLIQRFSINGCNTYKKLDSENTGNKTENRCIEHEGTRRKPHNHLVKKSIPLWEFNEGNC
AGARSSLNKDIANWEFAKKSHAGEDIASKTKNQSIKTAVTNLEPIEEKIAFQGTQNPRVECAKKATDPFKQQMRGRIEIQ
TPPLAANEATNNCILVTINSGTNSIVFPVVEPMQPPPALALIPCGLQCLQDGNAAAAMRWTARWWMPLPSRAPMAAFAAA
AAAEGQGVGLYNLGQTCYMNSTLQFLSIVPELMTVLKRYSQNENGHGIDASSHSLTVSAQRTFSELGGSTTPIRPSHFLN
ALHRKHPDFAQLENGALRQQDAEECLSVLVDTFSRTMASEASEPTADLMKSIFEIDLQSSLHCAKTGEKGLVVETVNLLR
CPISDGMDHLHEGLKNITSFFRYLTLQLARMDWDKSKNELAKNCQKVDHPLQLDMYDHCSDELKLALETA*         
>Bdis_1g47320                                                                   
MAEVSTAAAPAAPEGVLHRRIEFHLARKPHAPVALGGGGFRMETLNPDAADGAAAAAAAAARSELEVKRPEKAEAAALDP
ELTVARIYLGRIGAGLQNLGNTCYLNSVLQCLTYTEPFAAYLQSGRHKSSCRTAGFCALCALQNHVKTALQSTGKIVTPS
QIVKNLRCISRSFRNSRQEDAHELMVNLLESMHKCCLPSGVPSESPSAYEKSLVHRIFGGRLRSQVKCTRCSHCSNKFDP
FLDLSLDIAKASNLVRALQNFTEDELLDGGQKQYQCERCRQKVVAKKRFTIDRAPNVLTIHLKRFSPFNPRDKIDKKVDF
QPVLDLKPFVSDSKVSDYKYSLYGVLVHAGWNTQCGHYYCFVRTSSGMWHNLDDNQVRQVREADVLKQKAYMLFYVRDRV
VDTVARKDPPNVPVKKMNPGKISCLNGGIQSGAIEAKLSGLSSPSVDKKLQSISIGHSGVGSMTSVDRCSNNDGKTENPA
ASQNTMLSTAQKGPLSQNDDATLSTKSKQVALSDHKETSSPCQSASLISASGNQTMAKMSLQEPMTGGAFTKLGNNTSVA



SPIVSSPPGLFGAEKQTFCSQPTIYAKQTFNVNNTDTGFTAQNLPTKDGIVSNGVIPSISSGGPTCSEKVNDLTESLKRD
DSAVKELSMSKKENTIVPGLEQVDVEKQADSCNGRMARRVDTKPTKLVRYPVVNFWLGPRSLLLGSLKLQKKKKHKRTKR
RHAVYKDVEIADCSGANTNEQQASTSATVSSETAQCTPRKRKHSYASVSSENDTEALKKRQQVVGASDAGDHNIDIRKRN
SASSGGAEPPKMGSSSYANQAHPRNNIDASTGATSQHVAIHLKDLSGEVTVPCWDDVGVRNTETGECKSSGRRSIGYVLD
EWDEEYDRGKTKKVRKAKEDNYDGMNPFQEEANSVSDRKTRRKAFQARLLNKPARSHH*MAEVSTAAAPAAPEGVLHRRI
EFHLARKPHAPVALGGGGFRMETLNPDAADGAAAAAAAAARSELEVKRPEKAEAAALDPELTVARIYLGRIGAGLQNLGN
TCYLNSVLQCLTYTEPFAAYLQSGRHKSSCRTAGFCALCALQNHVKTALQSTGKIVTPSQIVKNLRCISRSFRNSRQEDA
HELMVNLLESMHKCCLPSGVPSESPSAYEKSLVHRIFGGRLRSQVKCTRCSHCSNKFDPFLDLSLDIAKASNLVRALQNF
TEDELLDGGQKQYQCERCRQKVVAKKRFTIDRAPNVLTIHLKRFSPFNPRDKIDKKVDFQPVLDLKPFVSDSKVSDYKYS
LYGVLVHAGWNTQCGHYYCFVRTSSGMWHNLDDNQVRQVREADVLKQKAYMLFYVRDRVVDTVARKDPPNVPVKKMNPGK
ISCLNGGIQSGAIEAKLSGLSSPSVDKKLQSISIGHSGVGSMTSVDRCSNNDGKTENPAASQNTMLSTAQKGPLSQNDDA
TLSTKSKQVALSDHKETSSPCQSASLISASGNQTMAKMSLQEPMTGGAFTKLGNNTSVASPIVSSPPGLFGAEKQTFCSQ
PTIYAKQTFNVNNTDTGFTAQNLPTKDGIVSNGVIPSISSGGPTCSEKVNDLTESLKRDDSAVKELSMSKVCYQHMATLF
SRFFRELLSLQIINL*                                                                
>Bdis_1g51880                                                                   
MGADEQPSPTRKREREEEEGDAADVDGAAAEKRPRAEESLLGLASYEEEEEEEGGHANGRPREKEAEDDDDEEEEEEDER
RAPERRPRQVELRRDCPYLDTVNRQVLDFDFEKFCSISLSNLNVYACLVCGKYYQGRGLKSHAYTHSLEAGHHVFINLQT
ERVYCLPDGYEINDPSLEDIRHVLNPRFAREQVLNLDKNKQWSRALDGSNYLPGMVGLNNIKETDFVNVTIQSLMRITPL
RNFFLIPENYQHSKSPLVHRFGELTRKIWHARNFKGQVSPHEFLQAVMKASEKKFQIGVQSDPVEFMSWLLNTLHAKLRS
SKRKNRSIIYDCFQGELEVVKEIHRKHIVGDEQNGESSSQVETTSDGMVTETSRVPFLMLGLDLPPPPLFKDAMEKNIIP
QVPLFNILKKFDGEAVTEVVRPSIARMRYRVIRLPKYMILHMRRFTKNNFFVEKNPTLVNFPVKNLELKDYIPLPKPKEK
EKLRSKYDLIANIVHDGKPGEGCYRVFVQRKSEEAWYEMQDLHVTETLPQMVALSEAYMQIYEQHE*             
>Bdis_1g56780                                                                   
MTISQPPPAPTEQPQPQPQQEEEEVLVPHQELPNGAQPMEVVPAEPAATVENQQIEDPPISRFTWTIDNLSRVNTKKLYS
ETFVVGGYKWRVLIFPRGNNVEFLSMYLDVADSAVLPYGWSRYAQFSLSVVNQIHNKFTIRKETQHQFSARESDWGFTSF
MPLGELYNPSRGYLVNDTCIVEAEVAVCKVVDYWSYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTE
NDMPSGSIPLALQSLFYKLQYNDSSVSTKELTKSFGWDMHDSFMQHDVQELNRVLSEKLEDKMKGTVVEGTIQQLFEGHH
MNYIECINVDFKSTRKESFYDLQLDVKGCQDVYASFDKYVEVERLEGDNKYHAEQHGLQDAKKGVLFIDFPPVLQLQLKR
FEYDFMRDTMVKINDRYEFPLQLDLDRDDGKYLSPDADRNVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWFKFDDE
RVTKEDPKRALEEQYGGEEELPQTNPGLNNTPFKFTKYSNAYMLVYIRESDKDKIICNVDEKDIAEHLRIRLEKDREEKE
RRKKEKAEAHLYTIIKVARDDDLTAQIGKDIYFDLVDHDKVPSFRIQKQMPFTQFKEEVAKDLGIPTQFQRFWLWAKRQN
HTYRPNRPLTPQEEALTVGLLKEAANKAHNAELKLFLEVELGLDLKTIALPDKTREDILLFFKLYDPEKEQLRYVGRFFV
KASGRPLDILPKLRKMAGFSQDDDIELYEEIKFEPNVMCEYIDNRVIFRSCQLEDGDIVCFQKSPKPDNADQYRYPDVPS
FLVYIRNRQVVHFRSLEKPKDDDFCLEMSKIFTYDEVVEKVAQKLGVDDPSKIRLTSHNCYSQQPKPQPIKYRGVERLLD
MLIHYNQTSDILYYEVLDIPLPELQALKTLKVTYHHATKDEVSVHSIRLPKNSTVGDVLNDIKSKVDLSHPDAELRLLEV
FYHKIYKIFAPSEKIENINDQYWTLRAEEVPEEEKNLGPFDRLIHVYHFTKDTQNQTQVQNFGEPFFMVIREDETLSSIK
ERLQKKLKVSDEDFSKWKFAYISLGRPDYFEDSDTVATRFQRNMYGAWEQYLGLEHADTAPRKAHTANQNRHSFERPVKI
YN*                                                                             
>Bdis_1g57080                                                                   
MATAATAAAPASASASASTSGRDAPAAAPSAVCLVPFRWWAGVREEAAEEGGVRYAATPAASPSYYGLRLLHSFLQPDLV
LRLDRGECRAAGGGGGRSYALVPADELSRALARQNSSLALHNKHSFAGDSAGAYPLVLRISVRETNILTIKISKKDNPVD
NYKRANKMFNIDSQPVHVWDFSGQTNLILMNEWNRSHQDYCHSEQENLLEVQVYAMSDSLTFKIGGTNMNVDMSYGSIGR
AGSMGLIGLENLGNTCFMNSSIQCLAHTTKLVDYFLGDYDRDINRTNPLGLNGELALAFGELLRSLWTNDRKQVAPHHFK
AKIACFAPQFSGFNQHDSQELLAFLLDGLHEDLNHVKCKPYEEAKDASGRPDEEVADEYWSNHLARNDSVIVDTCHGQYK
STLTCPTCSKTSVTFDPFMYLSLPVPSMAKRAMTVTVFSTDGSREPFSYDVRVPKFGTLSDLVQVLSAACSLRDDETLLV
TEVYNNRIIRYLEEPSDSISLLRDGDKLAAYRLPKQYEKSSLVVFTHKYVAEHSGVSNVAPQIKEFEAPLLASLPEIVSG
LTLESIYLKLLYPLRFSKSISSITGCGSCNGDCAVDLMDATGDCAADLMDATPSDSDGNCQSAQSEDGPERSHCDANESE
VMEEPSESNCGGTAISDKEAHREQFEFYLTNGRDDVQHKRMEMNDLNLLETTPSRLHVDVHWQHSVARQYNTSMLNNLPE
IHKLELIPKGTEDSVALHGCLEAFLKEEPLGPEDMWYCPCCKKHQQAMKKLDLWRLPEVLVIHLKRFSYTQFTRNKLETS
VDFPISDLDLSPYIAAKHEQPNSHYHLYAISNHYGNMGGGHYTASIYQEGKGWYKFDDECVTPIREDSIKTPAAYVLFYR
RE*                                                                             
>Bdis_1g71830                                                                   
MGAAGSRLEKALGEQFPEGERYFGLENFGNTCYCNSVLQALYFCVPFREQLLEYYANNKGAGDGEENMLTCLADLFSQIS
NQKKKTGVIAPKRFIQRLKKQNELFRSYMHQDAHEFLNFLLNELVDILEKECNATKEPPQNSSLQKNSNGPINGQPNGSH
RELDTTWVHKCFQGILTNQTRCLRCETVTDRDETFLDLSLDIEQNSSITSCLKNFSSTETLNAEDKFFCDKCCSLQEAQK
RMKIKKPPNILVIHLKRFKYIEQLGRYKKLSYRVVFPLELKLINTVDNSDLEYSLFAVLVHVGSGPNHGHYISLVKSHNH
WLFFDDENVEMTDESMVQTFFGSAQEFSGNTDNGYILFYESVAKTS*                                 
>Bdis_1g74000                                                                   
MGRKKRSPPPNPTPPQPPPAGALLRLPDAAAASAGGGDIAAVRADCDKALACLQRGNQPKALRLMKEALARHGDGSPLLL
RAQGTVHARAAAVLTDPAARARHHRAALQAASRAVDLAPDSVELAHFRAMLLYEAASDNRSYEDVVAECERGLGIESPSD
PAPHSLRVPPPEPEQVQAELRNLVQKAHLSSLSTWVKTLGGTGDDKLGFFRLADDPTELHLLPAAPAPRRPNELKKATKT
PEERRKEVEVQVAAMRLLEQQQLQHNAAAASSSSSPPQSQGDEAPSSSSSQSIAGHRVDRRKGGSKKTTVSSASNRMDQV



RAFWVTMPIEQRLAFLNISISELKSHYDTATEKEKDVATAASAVLNEVLEFVTENGDWQFWACGVCEERYADLQHTLREH
VGVLPPQLQEMVPQLIDADWAAMLTSSIWKPVDVAAALKVLEEEQADNIGPDRDKDSMSSDNWSIKDKSDTSESSASPHN
EECDSFGAAMREGARKWPLSDDDERAKILERIHSLFQILVKYKNISVGHLNRVIHFAMEELRGMPSGSLLLNHSIDESPL
CICFLEAPSLRKVLKFLQDLTQSCGLNRCSEKDGELGDEDCFRKNHDVLQKVTLDSGSSKLILDSQVFGGKSGPENADTD
EFISWLYAGSPIGDQLSEWTCKLEERSNQGVQVLQMLEKEFAVLKHCCERKHEQLSNEEGVLAVENILLEEQRQRDCLGR
YSYQGYEELLKKRHDELSNLNAEQLLTYRSELDAISTALKEVCTSPFGYDEGFSGMTSRLCDFDGAEVSDWRLHDFVHPN
DSVVQTAVLKLKEQIAMELSKLDARIMRSVAVMQQLDLKLAPASFLDYRTIFLPLLKSFLRSRLEELMDKDAREKSDAAR
EAFLAELALDAEKNANKGGDKKLSNEKSKDKKKMKDSRRYKDLKDMSWSDQYIVRPNSVDEETSEQSQTLVDCDDFDHKL
SICNGHSNEQEEELRRRAQLEAEERKLEETLEYQRRIEEEAKQRHLAEQSRSSSAASDVGIAVYSIDVNLSMDSDAPNNI
SPGYLEDIKFGDFRFSQVAPQENSSTSKFGDMDLLQKVEDNRREKPNGSPGAHSFTGSNMDLTKPTLKMNGVGNYPHHTK
RPTNPVIQRSKSGTSQPHKKCIQGAVHDGGDSASCQQNGTMAPRWSSSLLSSSDPWNGNKAEKVDSGVITPATVCIEDDS
DKRFQEDLRKAVSQSLAGTSNGKDVHGAGLKNAAGEYNCFLNVIIQSLWHLRRFRHEFLKTSSQHKHIEDPCAVCALYDI
FIDLSKASKGQGEPVAPTSLRIALSKSYPNNRFFQEGQMNDASEVLGVIFECLHKSYTCLVDSHAKSHESNSIGSWDCAN
NSCIAHHLFGMDVYERMNCHNCGLESRRLKYTSFFHNINASSLRTAKMMCPDPFDDLLKTVIMNDQLACDPDVGGCGKPN
HIHHILSRSPHVFTVVLGWQNSKESVDDISATLAGISTEIDISVFYRGLDQGTKHSLVSVVCYYGQHYHCFAFEDEHWVM
YDDQTVKIIGDWADVLIMCEKGHLQPQVLLFEAAN*MGRKKRSPPPNPTPPQPPPAGALLRLPDAAAASAGGGDIAAVRA
DCDKALACLQRGNQPKALRLMKEALARHGDGSPLLLRAQGTVHARAAAVLTDPAARARHHRAALQAASRAVDLAPDSVEL
AHFRAMLLYEAASDNRSYEDVVAECERGLGIESPSDPAPHSLRVPPPEPEQVQAELRNLVQKAHLSSLSTWVKTLGGTGD
DKLGFFRLADDPTELHLLPAAPAPRRPNELKKATKTPEERRKEVEVQVAAMRLLEQQQLQHNAAAASSSSSPPQSQGDEA
PSSSSSQSIAGHRVDRRKGGSKKTTVSSASNRMDQVRAFWVTMPIEQRLAFLNISISELKSHYDTATEKEKDVATAASAV
LNEVLEFVTENGDWQFWACGVCEERYADLQHTLREHVGVLPPQLQEMVPQLIDADWAAMLTSSIWKPVDVAAALKVLEEE
QADNIGPDRDKDSMSSDNWSIKDKSDTSESSASPHNEECDSFGAAMREGARKWPLSDDDERAKILERIHSLFQILVKYKN
ISVGHLNRVIHFAMEELRGMPSGSLLLNHSIDESPLCICFLEAPSLRKVLKFLQDLTQSCGLNRCSEKDGELGDEDCFRK
NHDVLQKVTLDSGSSKLILDSQVFGGKSGPENADTDEFISWLYAGSPIGDQLSEWTCKLEERSNQGVQVLQMLEKEFAVL
KHCCERKHEQLSNEEGVLAVENILLEEQRQRDCLGRYSYQGYEELLKKRHDELSNLNAEQLLTYRSELDAISTALKEVCT
SPFGYDEGFSGMTSRLCDFDGAEVSDWRLHDFVHPNDSVVQTAVLKLKEQIAMELSKLDARIMRSVAVMQQLDLKLAPAS
FLDYRTIFLPLLKSFLRSRLEELMDKDAREKSDAAREAFLAELALDAEKNANKGGDKKLSNEKSKDKKKMKDSRRYKDLK
DMSWSDQYIVRPNSVDEETSEQSQTLVDCDDFDHKLSICNGHSNEQEEELRRRAQLEAEERKLEETLEYQRRIEEEAKQR
HLAEQSRSSSAASDVGIAVYSIDVNLSMDSDAPNNISPGYLEDIKFGDFRFSQVAPQENSSTSKFGDMDLLQKVEDNRRE
KPNGSPGAHSFTGSNMDLTKPTLKMNGVGNYPHHTKRPTNPVIQRSKSGTSQPHKKCIQGAVHDGGDSASCQQNGTMAPR
WSSSLLSSSDPWNGNKAEKVDSGVITPATVCIEDDSDKRFQEDLRKAVSQSLGTSNGKDVHGAGLKNAAGEYNCFLNVII
QSLWHLRRFRHEFLKTSSQHKHIEDPCAVCALYDIFIDLSKASKGQGEPVAPTSLRIALSKSYPNNRFFQEGQMNDASEV
LGVIFECLHKSYTCLVDSHAKSHESNSIGSWDCANNSCIAHHLFGMDVYERMNCHNCGLESRRLKYTSFFHNINASSLRT
AKMMCPDPFDDLLKTVIMNDQLACDPDVGGCGKPNHIHHILSRSPHVFTVVLGWQNSKESVDDISATLAGISTEIDISVF
YRGLDQGTKHSLVSVVCYYGQHYHCFAFEDEHWVMYDDQTVKIIGDWADVLIMCEKGHLQPQVLLFEAAN*MGRKKRSPP
PNPTPPQPPPAGALLRLPDAAAASAGGGDIAAVRADCDKALACLQRGNQPKALRLMKEALARHGDGSPLLLRAQGTVHAR
AAAVLTDPAARARHHRAALQAASRAVDLAPDSVELAHFRAMLLYEAASDNRSYEDVVAECERGLGIESPSDPAPHSLRVP
PPEPEQVQAELRNLVQKAHLSSLSTWVKTLGGTGDDKLGFFRLADDPTELHLLPAAPAPRRPNELKKATKTPEERRKEVE
VQVAAMRLLEQQQLQHNAAAASSSSSPPQSQGDEAPSSSSSQSIAGHRVDRRKGGSKKTTVSSASNRMDQVRAFWVTMPI
EQRLAFLNISISELKSHYDTATEKEKDVATAASAVLNEVLEFVTENGDWQFWACGVCEERYADLQHTLREHVGVLPPQLQ
EMVPQLIDADWAAMLTSSIWKPVDVAAALKVLEEEQADNIGPDRDKDSMSSDNWSIKDKSDTSESSASPHNEECDSFGAA
MREGARKWPLSDDDERAKILERIHSLFQILVKYKNISVGHLNRVIHFAMEELRGMPSGSLLLNHSIDESPLCICFLEAPS
LRKVLKFLQDLTQSCGLNRCSEKDGELGDEDCFRKNHDVLQKVTLDSGSSKLILDSQVFGGKSGPENADTDEFISWLYAG
SPIGDQLSEWTCKLEERSNQGVQVLQMLEKEFAVLKHCCERKHEQLSNEEGVLAVENILLEEQRQRDCLGRYSYQGYEEL
LKKRHDELSNLNAEQLLTYRSELDAISTALKEVCTSPFGYDEGFSGMTSRLCDFDGAEVSDWRLHDFVHPNDSVVQTAVL
KLKEQIAMELSKLDARIMRSVAVMQQLDLKLAPASFLDYRTIFLPLLKSFLRSRLEELMDKDAREKSDAAREAFLAELAL
DAEKNANKGGDKKLSNEKSKDKKKMKDSRRYKDLKDMSWSDQYIVRPNSVDEETSEQSQTLVDCDDFDHKLSICNGHSNE
QEEELRRRAQLEAEERKLEETLEYQRRIEEEAKQRHLAEQSRSSSAASDVGIAVYSIDVNLSMDSDAPNNISPGYLEDIK
FGDFRFSQVAPQENSSTSKFGDMDLLQKVEDNRREKPNGSPGAHSFTGSNMDLTKPTLKMNGVGNYPHHTKRPTNPVIQR
SKSGTSQPHKKCIQGAVHDGGDSASCQQNGTMAPRWSSSLLSSSDPWNGNKAEKVDSGVITPATVCIEDDSDKRFQEDLR
KAVSQSLGTSNGKDVHGAGLKNAAGEYNCFLNVIIQSLWHLRRFRHEFLKTSSQHKHIEDPCAVCALYDIFIDLSKASKG
QGEPVAPTSLRIALSKSYPNNRFFQEGQMNDASEVLGVIFECLHKSYTCLVDSHAKSHESNSIGSWDCANNSCIAHHLFG
MDVYERMNCHNCGLESRRLKYTSFFHNINASSLRTAKVGVFSLG*                                   
>Bdis_2g04830                                                                   
MDLLRSRLHKVRIPEPTNRIHKDECCVSFDTPRSEGGLYVDMNSFLGFGKEHVAWNFEKTENPVYLHIVQRRKPEPDEAD
RPLKKPTLLAIGVEGGFTDQEPEYDVTYEIVILPEFISLPFPSVDLPEKVRLAVDKVILAESADRKQQLASWVADKKNVS
AFAMDLQQLGNGVIVPPTGWKCSKCDKTENLWLNLTDGMILCGRRLWDGSGGNNHAVEHYQQTKYPLAVKLGTITADLEA
ADVYSYPEDDSVEDPLLAQHLSHFGIDFSSLQKTEMTTAERELDHNTNFDWNRIQESGKDAELLFGPGYTGLANLGNSCY
MASIMQVMFSTHPFISRYFEKQSLKAAFAISQADPTLDLNMQMTKLAHGMLSGKYSVRNQEGQEGIRPRMFKSVIAANHP
EFSSMRQQDALDFFLHLIDKVDQANPGNHELNPFTGFKFVIEERVQCPSGKVSYNKRSDYILSLSIPLHEASNKEQLEVF
NEKKAAMDLDGKEVSNEEVVRPRVPLEACLASFSGEDEIPDFYSTALNSKTTAIKTAGFKTFPDYLVLQMRKFVMEAGWV
PKKLDVYIDVPDIIDISHMRSKGVQPGEELLPEGASCGSKAEPAQPVANEDIVSQLASMGFNYFHCQKAAINTSNTGVEE



AMNWLLSHMDDPDIDDPLSQDQKPSEDAIDESSVQTLVSFGFQEDVARMALKASGGNIERATDWVFSHPEASSSVSAESS
TSNVKDDDSHIPDGSGRYKLVAFVSHMGTSTHCGHYVAHVLKDGRWAIFNDSKVAASVDLPKDMGYLYFFQRISS*    
>Bdis_2g14560                                                                   
MGIQDIRDGVSSLFVMLNKEKFVLFRIEFLVVLVTLLFLAMFIMDIFRRHIRNIIMKTIFSIFDAVSDSIVLYLLGAMQT
ANFKNQLFPVWALVLVSFRYNVDFISGYGVHDRHGRRFLEWRNVVRLLGSAFLNLSRGSRFAPALWSLLALQILRSWYRF
FSYGLAVRSVWHGRSSEVVTEHMRAGPHTSNWKPEDCNAEKMEGYKYLVHGETNKSIKFSKPRYAISIDNAQKVQQAKHG
SATSQEKSSLVTLDRIWGCRRHLLSPENNQGNDPKDLSLAFALSRLLRCRLEDVALPQEFFFINRKLVKTKILEEQNTDR
AFRVMELQLGFVNDYFNTRYPIVFWNGLLSLFSNLFLSVVTSGVVCWLAVDIYKVYKPPKNDWAHVVHGYNIDMIITWVF
MFFMVFKECWEMSSYLVSDWTRLLLVCRYAQKKQECTRNRRMESTISSFFTSSITTKQWHGLIDQYVFLESYDDRPRFWN
LIHTITIGMVPKKEDGTTLADAINVPECVRPAILKKLCANLEKLSTLDAVQQPDNPNRNHEDRSGWILPKVITSLSDGDR
RKRYGWACFDLPTCSHVILVWHIATSLCEMKLARGHGVDLSKPGLLGSLLLYFTNFCSSKPYLLDVDEKTKKKKKENEKL
PDKLQEMYITANSLSRYCASLLLLKPDLIPDSFHVPKMVLEETVIRARDNILKNCDSLQSRYDQLMKEAEKAIQDADDVI
KKEDVVLLGAMLGKELIDQETEEECWEILSGLWADLLVHIAPSWNAEAHKQCLESGGEFITYIWTLLWHCGIEKSKLWPV
EDMYGKDAPGAPQDENVQLAQEMQPICAGPREQIEEANMQRSEMQQVDAQEGNGWTEMGQIHENNSRTLEQGEAIRVATS
EHDQEMLSTDMVDRNGQGNVVRGMQNGGNRCYFNAVLQSLLALDKLRARMLGPDAPTRYLGQELQKLFIETTDTNGEGDM
LIAQDLFLHMCSKSPDFRPGMKEDSNNMLGSLLDVLHNEEPTMVKSLFRGQVIKHVSCKECGHTSVTTEDLDLSLAIPSK
KPASIEDCLDLYVAGVIESWHCTDCSLAAGNVSLSQEDAAVNDGRPEQSENKTHRKEESNHPADRQTRTPNQNNGKLPVL
DGNENQMEKSHNKQKGEKKIYRAATVRYDISKVAPLLIIQLKRFNYVHPDMPSKLGEHVSFQDTLDITKFMDPGNDEYKY
CLAAVIVHDGPMLREGHNFAYVRARQLGGQQQESCGTPLWFCASDESITQVELKQVLECQAYILFYERVEQPKAKSVLEN
HLPTDD*                                                                         
>Bdis_2g20280                                                                   
MAPTAQPPSPPPPRRPRLGPPLGLKNLGNTCYLNSVLQCLASTPPLANFCLNSRHSNLCQKVFPNRDKECAFCVLERQIV
RMLRAEAGALDSPGKIIRCLPLFAEHFRWGRQEDAHEFLRYVIDACHTACLRVRKRLPAASANGDCGQEEGRGQGNCMLM
RETFGGALLSQVKCLVCKGESNKTDEIMDISLDLLGSSSVGDALACFFRPELLEGANKYSCERCKKLTSARKQMFILRAP
KVLVIQLKRFEGINGGKINRNIGFKESLILSDFMYNKNQDSQPVYNLFASIVHSGFSPESGHYYAYVKDSIGRWYCCNDS
HVSLSSSQDVLSEKVYILFYILSSKTQKHCTNGYSSSAVKSSNTNGNGISSATCSEPLKIQLVKQNGPCSIKGIAPLPLK
NGKIAPGAHVKPIHLKNTGTEKVSSNGKQDLNLRNKPEVNGNVTLPESNGCEPGKSNGIISCDKMDVDSQRMLQDADGNG
HPIHSADLQETTIDKATCAEKYPEQPSNDAASTLDKNIRSKENSKGSVLHHDEVPVNSVKEVVASAKDSALKHHLGEGKF
KEMLAESASSELRSCGWVDDVYQFMRSTKRRCIENTGIAQDNDEIRKQLITDSGRVFKSKVPEALRERLIKTLKSYYEDK
F*                                                                              
>Bdis_2g40820                                                                   
MPTVSVKWQKEVFPGIEIDTNQPPVVFKTQLYTLTGVPPERQKIMVKGGILKDDADWSTLGVKDGQKLMMIGTADEIVKA
PEKGPVFVEDLPEEEQAAALGHSAGLYNLGNTCYMNSTLQCLHSVPELKSALLSYSDNVRGNGVDQASHSLTVATRNTFG
ELDQSVRPVAPLHFLQMLRKKYPQFAQQQNNVYMQQDAEECWTQLIYTLSQTLASEASEPSATQMKELFGIDLVSRVHCA
ESGEVSSEAESVYSLKCHISHEVNHLHEGLKHGLKTELEKVSPTLGRTAIYTRESRINELPRYLTVQFVRFFWKRESNQK
AKILRKVDYPLELDVYDFCSDELKQKLQAPRQVLRDAENAKFGLKVQGKTSSSKDEGSSSSAGESSSMDIDKADSSLPKK
QLTGIYDLIAVLTHKGRSADSGHYVGWVKQDDGKWIEFDDDNPSIRKEEEILKLSGGGDWHMAYICLYKARTI*MPTVSV
KWQKEVFPGIEIDTNQPPVVFKTQLYTLTGVPPERQKIMVKGGILKDDADWSTLGVKDGQKLMMIGTADEIVKAPEKGPV
FVEDLPEEEQAAALGHSAGLYNLGNTCYMNSTLQCLHSVPELKSALLSYSDNVRGNGVDQASHSLTVATRNTFGELDQSV
RPVAPLHFLQMLRKKYPQFAQQQNNVYMQQDAEECWTQLIYTLSQTLASEASEPSATQMKELFGIDLVSRVHCAESGEGL
KTELEKVSPTLGRTAIYTRESRINELPRYLTVQFVRFFWKRESNQKAKILRKVDYPLELDVYDFCSDELKQKLQAPRQVL
RDAENAKFGLKVQGKTSSSKDEGSSSSAGESSSMDIDKADSSLPKKQLTGIYDLIAVLTHKGRSADSGHYVGWVKQDDGK
WIEFDDDNPSIRKEEEILKLSGGGDWHMAYICLYKARTI*                                        
>Bdis_2g51255                                                                   
MVPHQEVVEGPQPMEESVSAVDNESIPDASTSRFTWKIENISKLNGKKTSDVFVVGGHSWRVLVFPKGNNAEGLSMYLDV
ADANLLPPGWSRSAQFSLAVINQLDSKQSLRKEATHNFNYRASDWGFTSFMSLMDLYDASKGYVVNDQCIIEAEVAVRKV
IDYWNYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYQMPTVDTPSGSIPLALQSLFYKLQYGDSSISTKELT
KSFGWDSYDSFMQHDVQELNRVLCEKLEDKMKGTIVEGAIQKLFEGHHMNYIECISVDYKSTRKESFYDLALDVKGCSDV
YASFDKYVAVERLEGDNKYQSEKHGLQDAKKGMLFTDFPPVLQLQLKRFEYDCVRDTMVKINDRYEFPLQLDLDRDDRKY
LSPEADKNVRNLYTLHSVQVHSGGVNGGHYYAFIRPTLSNQWYKFDDERVTKEEMKHALEEQYGGEEELPHTNPGLNKTP
LRFTKYSNAYMLVYIRESDREKIICDLDEKDISEHLKTRLRKENEEKEYKKKEKAEAHMFTALKIARDNNLAEQIGRHTF
FDLVDYEKIHSFRVCNDWAFNQVKEELSKEFGIPVQSQRFWLWAKRRNNTYRPFRPLSQQEEAYNVGQLKDIPNILENSA
LRLYMEEFVQENHLTLPVNSKEDILLFFKLYDPDKEELRYVGSLFLKASLKPSDIVQRLNDMARFQLDEDIELYEEIKFH
PDVMCEPVDTDISFSSSQLENGDIICYQKRASLDKMDQDRHPNVPSFFEYIHNRLVVHFRLLDKPKEDDFTLELSKRSTY
DDVVEKVAHHLGLDDPSKLRLTPHNPYAEQPKPQYIKYRSLDHLLDMLRHFNQICDVLYYEILDIPLPELQTLRTLTVSF
HHATGNEVPILSVRLPKSNPLHSLIEHVKSKVELSRSDAELRLFQVYHNKISKVYQPGEKIDSVNDHNGPLHVEEIPEEE
NNAGPRDRLVHVFHFFKDLQHIQYYGDPFFFLLRDGETLSAVKVRIQKKFQVPEEQFLKWKFAHFAYNRQEYLQDSDIVL
SRFQKNVYGAWEHSLGMEHSDMIPKKTYIANQNRHSFEKPVKIYN*MVPHQEVVEGPQPMEESVSAVDNESIPDASTSRF
TWKIENISKLNGKKTSDVFVVGGHSWRVLVFPKGNNAEGLSMYLDVADANLLPPGWSRSAQFSLAVINQLDSKQSLRKEA
THNFNYRASDWGFTSFMSLMDLYDASKGYVVNDQCIIEAEVAVRKVIDYWNYDSKKETGYVGLKNQGATCYMNSLLQTLY
HIPYFRKAVYQMPTVDTPSGSIPLALQSLFYKLQYGDSSISTKELTKSFGWDSYDSFMQHDVQELNRVLCEKLEDKMKGT
IVEGAIQKLFEGHHMNYIECISVDYKSTRKESFYDLALDVKGCSDVYASFDKYVAVERLEGDNKYQSEKHGLQDAKKGML



FTDFPPVLQLQLKRFEYDCVRDTMVKINDRYEFPLQLDLDRDDRKYLSPEADKNVRNLYTLHSVQVHSGGVNGGHYYAFI
RPTLSNQWYKFDDERVTKEEMKHALEEQYGGEEELPHTNPGLNKTPLRFTKYSNAYMLVYIRESDREKIICDLDEKDISE
HLKTRLRKENEEKEYKKKEKAEAHMFTALKIARDNNLAEQIGRHTFFDLVDYEKIHSFRVCNDWAFNQVKEELSKEFGIP
VQSQRFWLWAKRRNNTYRPFRPLSQQEEAYNVGQLKDIPNILENSALRLYMEEFVQENHLTLPVNSKEDILLFFKLYDPD
KEELRYVGSLFLKASLKPSDIVQRLNDMARFQLDEDIELYEEIKFHPDVMCEPVDTDISFSSSQLENGDIICYQKRASLD
KMDQDRHPNVPSFFEYIHNRLVVHFRLLDKPKEDDFTLELSKRSTYDDVVEKVAHHLGLDDPSKLRLTPHNPYAEQPKPQ
YIKYRSLDHLLDMLRHFNQICDVLYYEILDIPLPELQTLRTLTVSFHHATGNEVPILSVRLPKSNPLHSLIEHVKSKVEL
SRSDAELRLFQVYHNKISKVYQPGEKIDSVNDHNGPLHVEEIPEEENNAGPRDRLVHVFHFFKDLQHIQYYGDPFFFLLR
DGETLSAVKVRIQKKFQVPEEQFLKWKFAHFAYNRQEYLQDSDIVLSRFQNVYGAWEHSLGMEHSDMIPKKTYIANQNRH
SFEKPVKIYN*                                                                     
>Bdis_3g09260                                                                   
MLQPREADVPALFVVFIVLPVIAYFLLGRWHDAVSKKARVGVLAQKAAEEDFKVETMACPDVVLPGPSLRPMPYLRSVPS
FRPEYHECATCHGPAKTRCSRCKSVRYCSGKCQIIHWRQGHKQTCQLWHVNGGSNSGLLPNTEGSEQMPFLSNLNSPLPG
GDNHLHDLNFDTVSEPSFATTDSYTLGTDAFPTEKSNQNPHSSENGASVASSEKCNHSVDDETRSSEIASANKVSNNSFG
CSDGKNGNPDSTYLHNGMVQHPNSCAPETRKRPKASITVYEPDMGVYLTSDMISSCEGPYASATESLQRSNSSGKATGKG
NMVHKKPPYPSGKVASSQKSQEVSTSYQYDDHEKNPYSKSDQRFTKPSVSTSNNLQGSNGTSKLGISKVDVLRKPSKFLK
TSLVGLINDNKRSKVLFRYEDLVKFFQYEVRGISPRGLFNCGNSCYANAVLQCLMCTKPLMIYLLLRLHSKDCSKNGCLM
CELEQYASTLRESGGPVSPSRILSNLRNIGCRLGGGSQEDAHEFLRHLVMSMQAACLDGLGGEKHVEPSLQETTLIQQMF
GGRLKSKVKCLRCLHESERYENIMDLTLEIHGWVESLQDALTQFTAPEDLDGENMYKCGRCCAYVKARKQLSVHEVPNIL
TVVLKRFQTGKYGKINKCVTFPEMLDMVPFVTGAGDHPPLYFLYAVVVHVDTENASFSGHYISYVKDMQGTWLRIDDSEV
KAVSPNQVMSEGAYMLFYLRSFPRPPRIYIEKGLLPVTSSAKRHSSKSSKGSKEEQKLAESLFASNDKICGVYDFRPDEE
GYRQDQHAELRPRNFYHTDDAFAESVSTDFSDATSSEWSLFTSSDESSFTTESTRDSFSVVDYSDNAGLDPITSIFGPYY
APDHPPGNFASCTRFSPSNPETRYFSESTGFVSDSSSLPTHPYGNVHRGRYPDRACASSAEPLASANQRSVYGRYGHSRD
GFVQTSGFCHM*                                                                    
>Bdis_3g20790                                                                   
MTIPSAEGFLPAASCLPCTAEEERAAVDSLTRQAEANVKTGDLRYLVSQSWWNNWQSYVGLPRHGDNDTDMPSQPTNRPG
EIDNSKLVLEETISGSEEPELQRTLREGEDYALVPEEVWRKLYGWYKGGPVISRKVICEDPNSKRYIVDVYPLRLKLIDE
RDSSERIIQISRKAKVHELYQLVCSLISVEQSKLHIWDHFQKMKVKKLTNFNETLEEAQLMMDQEILLEISADDTWSSDL
STRSFNNELAIVPLEPSTSSFSIAGGPTFSNGYSSGIGSSFSQDNSFNPLQRDAEDGYSSFSNGVKDDMHGLSGLHNLGN
TCFMNSAIQALVHTPPLVQYFLKDYSQEINTENPLGLQGELAVAFGDLLQKLWSAGRTSVPPRAFKSKLSRFAPQFSGYN
QHDSQELLAFLLDGLHEDLNRVKKKPYIEAKDADGRPEEEFAEECWNNHKARNDSIIVDKFQGQYKSTLVCPECNKISVT
FDPFMYLSLPLPSTVTRMMTVTVFSGTGDSLPMPYTVTVQKNGVCRDLCKALSDACCLKDSETLLLAEVYDNRMYRYFSP
LEQLQIIKDNDKLVAYKLPVGHEKLLRVEILHRKVDRFTPELQFNITRKLIGSPLVTCIPNHSTSKADIYAAVTAVLAPF
VRAKVHTPDESAVKLNGNGPSLDGIVLTDNSACSEKGLSTSNLDEETADAELSPSWLSLSDEKGHVRNPIQEDSNHVVGL
PMRLSMDWSDREHEIYNLKYMDDLPDVFKTGFMSKKTRQEAVNLFSCLDAFLKDEPLGPDDMWYCPSCKEHRQARKKLDL
WRLPEILVVHLKRFSYSRYMKNKLDTYVTFPIHDLDMSKYAKHTSGPPIYELYAVINHYGGLGGGHYSAYAKLVEEESWY
HFDDSHVSSINEEETRTSAAYLLFYRRIDGNACAMSEDVPVDTDMVDSAET*                            
>Bdis_3g38400                                                                   
MAEVPGSSTAAAVLAVVMLVVVPAMALLVRRSLRQAAARREEVRRRARLAAEESELAERESVRAYYAELFPGVVHAAEVP
EAPMWTPQPVAPAHEEPEVVAETQQQPQPPVGVCAVCFKPTTFRCKQCKAVKYCSFKCQIAHWRQGHKDECHPPSVNARP
DDAAEISVAKEGKAEQGGASEETDINMPVAVGSETSSANHTLRSLNDKRKDMPFKEVPATTEVPENGHSDSVVKLRQSTP
QVASLDSKKTESNIKPTNFVENGSYKDLDEVLIYKSQASAPKMSGHSSYINEDLSVHSKEHGKARDADVGVDYSQASRAR
KPADMNNSQAAATVAMAPKSSRASLRVEVEESKIKVTCTDNIESSKCVPSVLAANKVSSIRDVCSVTPNPSKRADNPSER
AGSTANSLASSLKKIVRQQTASKVVRHYPSELTLFPYELFIKLYDKVELRPFGLHNLGNSCYANAVLQCLMFTRPLTAYF
LGGLHSKNCSNKEWCFMCEFEKLVVEGKHGKTALSPTGILSHLHEIGSSFGPGKQEDAHEFLRHSIDAMQSVCMKEARKS
GAHRLAEETTLVQLIFGGYLRSKIKCTRCHGSSEQSERMLDLTVEIDGDISSLEEALQRFTSTEVLDGNNRYQCTRCKSY
ERAKKKLTISEAPNVLTIALKRYQSGKFGKISKAIRFPETLNLSSYMSTTDDNSPVYSLYGVVVHHDVMNAAFSGHYVCY
VKDTHGKWYKTDDSQVKSVSLENVMSKCAYMLLYARCSPRAPSSVRHAIMVQDPARAKKTRHKQGPIPDHITDNLTGTFD
EFGESPYPPAESPSPSESSSLFSNSDAGSHSTVSTDSSESTRNSTSTDEYEQYLFGTPDQIYQGGSAAAHDETDYTTYSR
SRSTLGTSSSGREADHAGSAERFIEQGTRGGWFEGGESSSYLYTDRSKQQSSSKLTEQYRQLGTEHDPGEVRGSVLSRRS
ARERTAQTFY*                                                                     
>Bdis_3g41000                                                                   
MLGPPEGPELVARRGLELRSLLNLARDGNGVVQSFHSVDATGVMGEDKRKVTTVEEEAAAKSPRKSPRLAPAVVLPAAAP
PESSESPSMQLDFSELTSAGECEAATTSGSSDGSLQHEHMLMTDEELGTIANNYKTAKEHPMCQHDECKVTWKGASDGDD
EDAGMMLCTECRSHFCTGPVGDRQNPRGHAYWHGNNARHRVALWYDDPYQAYCFDCEQGLTLGGNSSQDKDEWAVVARNG
KDQWGSDDVGGHASGVAYGYGDGYVIRGMPNLGKSCYMNVVLQCLLALRKLRRVILGVDWYGARNFSTGWYLKQLFIETS
SENDTRSLLDPHMLLDCGGESDQQFKPNDMADAYQFFVNLRNALDQDIYFLNATNGLLVLCDILDLGPGTPPAVGKSIIG
VQSCQTISCKSCSNNLVTHVELYDLQTPVALPSKDPLARSVESPPRIESRTSPRNICKKLFQETDKSDGEKLQTIADGGE
LGDEAMEKNPEPLQVDSTEVKDVVHGIIPPFFITEDKGKSQSSDIIPPLVITEDKGKAQCSSIIHDVAEHMNSLSTIEDC
LALLLMEQPHQVILSVDRTTKEITSETSCDEKDSPSSSKGMKKPESHEGVQEAVPKCLPTDKQTNLLSVQDSQVTRTQGS
GKQVRLDDHSTKQVDEDTIEQKDGNGGATQTILLTKLPPVLTIHLEIFASDLSKLVGHVSFKEILHVGPFMNPRCHSDAI
DVYDAIDCVKAPSLVNVSNSVVCHIEKSYSCEDKDNSSYRLVGVIEHLGPNLGGGHYIAYVRADQQRSGSSSWVCADDST



SEKSLYKKFLGARPKFFSMRGWRGTSEAYVYFCPPTNQKCNDKATGVMGEKRKITSGEEAPERPQKAPRLDVLAEAGTES
SAAAALLELSESPSAGKVEVAMSHSTSEIERCEHLLLDSEDLDMLVFDIKAGEMLWTCQSYVCSHRGSSVGGKAMRMVCL
DCHSTFCTEHAQLHAKLTHHWVALVYDNPYVGYCYLCECVLKLGEDKWKEDDWEMATSKGTDEQGMVASNTKDEQRIVAG
DDVCGYIIRGMPNLGSTCYMNAVLQCLLALGKLRTMILRPDARLGTIGQYLQQLFVETSSGNDATCLLNPRMLLHCMRMY
NQEFWGNRMQDSHDFLTSLRDALDEEVKELNRLHCMQGGAVFPTIGQLIFKVQMCQTVSCKSCLNSAVQHVEFDDLQAAV
AQPSKGPPARSVAPAPRITSPRSPRKHRKKLFQQSDKNDGEKIQTIPGSGDSQIPGSELGDVTMEKNPKPLQVDSNEAKD
VVHDHFKTQKNDVPEEVIGVPIKVLDFIPKLFDDSDSEEMGALTIGLRNPKDIGPPPLGNMEAKEYAFSVEVCEQDKGKP
CKKLFQQSDKNDGEKIQTIPESGDSQVPGSELGDLAMEKNPKPLQVDCTELKDVVHDQFKTQKNDVPGEVIGVTIKVLDF
IPKLFDDSDSEEMGASTIGFRNPKDIGQPSLRNIEAKEYAFSAEVTKEDKGKAQSSDIIHDVAEHINSLSSIEDCLALLL
IDQPLEWTCGNCSKVNRTNNGEQMMANTNVNTAVGGDQTEQSDRKTCPSEQSSELNSLSVGYSSPSRQPHGGCDAQGQLI
LSGDSTTEDTSGTSCGEKDSASKKPESPEGVQEAVPKCLPTEKQTNQLSAQDSQDTSTQNQGCGTQVKLEEDQTEQKDGN
CGATQTILLTNLPPVLTIQLKRFVGDISKLRGHVSFKEILNVGPFVHPSCVDKDNASYRLVGVVEHLGPLLNGGHYIAYV
RAGCNQQSSGSSSWVCANDHTITEVSLQEVLRPNPPDSTTPSSAPFGFAADAAAARLFDGVRFSWLDYSRESSLQFHGFQ
ATGVMGEDKRKIMTVQGAAMQSLVAAGPRCSATAVSQLGKMPSTGEAEATTNDSTDDMGPCEHFFMDGDELVYDTKTAKK
PPKCVHYPCTTTGREATGGGEENARMMVCAVCKSTFCSGVVDRKYPQGHAHWHANLYHHWAALWFGANNWNKNEWAMVPR
KRDEWGMVVQDKTEIVTVEEVPNNAKDECGMVVEHKTKILTVEEVTKNPQKSQHLDLLALDGAAPRCSAETLLELSKSPS
TGEEEVSSSYSPVDDGRCEHIFMTDEDLYVIANDFKTAKKHPKCQHNLCRVTWKRISGGSEENAGMMLCTECSSYFCTGP
EGDRENPQGHASWHAKQFQHWVLLWYDEPYKGYCFECRQVLRLSVDENACAMVAGNGKDEWGMVAGNGNGVSGMVAGNGN
GAWGTVASNRNSVWGMVTGNGNGVLGMLTGNGNGVLGMLTGNGNGVLGMLTGNGNGVLGMLTGNGNSVWGTVASNGNGVW
GTVAKYEQGMVFSDAAGSHVSQIANGNGYVIKGIPNLGSTCYMNASLQCLLALGKLRTMILRPDARLGIIGLHLKQLFDA
GTNDSRRMLDPRKLLDAMKSSSDMQFMGMGMQDSHDFLTYLLSALDKEVHKQNEVYSRRGFTEFPKFGDSIFKGQQCQTL
SCKSCPNKSVSHGKFHDLQPAVALPSKDPPARSVTSSLRSENGRSPKKPHEKLFQQIDKGDEEKIQRIAGGGDSQNPCSE
LADGAMEKKPKPLQVDSTEVKDVVNGHLKTRKNDVPGKIIEVQIKALDFIPNLFDDSDTEEMGEIKVDFHNPEDIGPPPL
VNIQAKENTCSVEVTKEDKGKAQSRSDIIYDVAEHMNSLSSIEDCLALLLLERPLDWTCDDCSNVAKLPRTNISSINGEQ
VKLDYQRAKRVHENLNEQKDGNGGATQTILLTKLPPVLTIQLKRYKDDLTKMRGHVSFKEILDVGPFMDPR*        
>Bdis_3g41010                                                                   
MGEDKRQVTTVEEEAAAEAAAKSPRKSPRLTAAVVPLAAVPLAAVSPESSESPSTQLDSSESTCSDDSQEHQHMFMTDEE
LAAIANNFKTAKEHPMCQHDDCKVTWKGASDGGGEDAGMMLCTECGCHFCTGPVGDMLNPRGHAYWHAHEAMHRVALWYD
DPYKAYCFDCEEGLTLGGNSSQDKDAWAVVAKNGKDQWGSEDVGGHASGVAYVYGDGYVIRGILNLGSSCYMNASLQCLL
ALRKLRRMILGLDAWLGFTGHYLKELFVETGSANDATCLLNPRMLLDCVGGSGQQFKGNEMEDTYEFLVSLRNALDKEVK
ELNDLNCVQGGAVLPEFGESIFRVQMCQTISCKSCPNNSVQQIELYDLQAPVALPSKDPLARSVVSSPKIESHMSPRNIC
KKLFQETQKSDGEKLQTIAEGCELGDGAMEKKPEPLQVDSTEMKDVVDDRLQTHENDGPREIVEVSIKALDFIPNLFDGI
EGVEIADSRNPKDIVPPLFTTEDKGKAQSSDIIPPIVSTEDKGKAKSCDIIPPLVITEDMGKAQSSDIIHDVAEHMNSLS
SIEDCLALLLIEQPVEWTCENCSNVAELRRTNSSKNGEQMMGSTNVNTTVGGDQTEQADRKTCPSEQSVDLNRFSSECTS
PSRRPHGLDAQDKVILYEDRTTKGITSETSCDEKDSPSSSTGNKKSESHQGVQEAVLICLPTDKRTNMLVVQDSQDTSTE
NQGRGKQVKLDDHSVKQVDKDQNEQKNEDGGATQTILLTKLPPVLTIQLKRSAADLSKLVGHVSFNEILHVGPFMDPSCE
DKDNSSYRLVGVIEHIGSTLRGGHYIAYVRADRNQQSGSSSWVCANDSSIREVSLQEVLRCEAYILFYERMEEEDD*   
>Bdis_3g43200                                                                   
MGKKLKTKAKKAQQREPLAAAGSGDAGLQEASNSTEEAAVSASDWQQCGHYGRDSPHLDKVLREIMSSKHLASCEHCRED
APRKKGGKQQKKKGGGGAAKAQAKVEKSDMWICLDCGRHFCGGAVSETKPYGHARRHAKQDRHWWAARYDEPTVAYCLSC
ENKVSIEMPIVDTVVPAPADDKVFGAVDSNALVLANCHGNVIRGLPNLGNTCFFNAVLQSLLALDRLRSKMSGPDVPAGA
LAMLLKKLFLETSASNDAGGALSVKSLFSSICSKYPQFRGYQMQDSHELLRCFLDGLRTEETEARKLLEDASNSGAPTIV
DSIFGGQLSSTVSSTECTHGSVKHDQFLDLSLPVPSRRPPAKSVSSPPAKRTKQSIRDRNKNRRYGKITTTRISPTIVEN
SKEKAETVAECNDSQILGSELGQIVSEKEPEPSEGSESCASVPKQELNAASYVEDDISWLDFVADADETKSEILDSVCST
EAGQIWDRNGEMHGSYDTRDDTLPKEKVMSSEHSCENIVDDAACSQPVILLPYKEFCTTADEICETVRSSQCPKDVGPAP
DISPVTENNTHPVSGGNGEQDDYIGLGDMFNEPEVTSEAKKETTAGVIDVMAWSSNSADDEVDDSNALVSVEGCLALYTE
PELLSELWHCEHCSSAVARPNTNEGKEGDEMVASASDRKDSEKMMASGDARQGGDKVTANCSKKEDIGQIMTTDGCSDNV
DPDLCCNKWECANPDAENTSNGNSPDTRNGTLLNTVFTVDAIEQPDSKHDGHTVDIAAEEASAPVSCGDNDPASSSTTID
RMVESGANAEEVVTSSLPSQTQTILPSVKDNEDVITRNMGRGKRMKMAGRAHKGQDNQNKQKEDETKVFRAAMRRILISK
APPVLTITLNRFSQDPHGRFKKLKGHVCFKEMLDVRSFIDPRSKESDNTTYRLVAVVEHMGTMTGGHYVAYVRSGKIGGR
QQQSRASKSWFYASDAQVREASLEEVLNCEAYILFYERVAE*                                      
>Bdis_3g46610                                                                   
MAKPARSPTADAPPPAVERSRSAVGSGLRSLASAASGFLDRWSVVGTGVSRLEKALGDQFPEGEHYFGLENFGNTCYCNS
VLQALYFCIPFREQLLEYYAKDRNPGDAEENLLTCLAELFAQISLSKKKTGVISPKRFVHRVRKQNESFRSYMHQDAHEF
LNFLLNEIVDILEKEFSMMKDSPETTSPEGASNGDINHLANGVGKEPLVTWVHKDFQGILTNETKCLMCETITAKDETFL
DLSIDIEQNSSLTSCLKNFFSTETLNAEDKFFCDKCCSLQEAQKRMKIKKAPQILVIHLKRFKFVEQLSRHKKLSYRVVY
PMELKLSSTSNDVDCEYSLFAVVVHLGSGPNQGHYVSQIKSCDHWLSFDDDNVEKIQESTLQTFYGSSHEYAGNTDHGYI
LFYERIVKS*                                                                      
>Bdis_3g52207                                                                   
MPARFKDNLRKLSSDFRPGQQEDAHEFLRCLLDNLHKCTLDPKSKGKPSSFDEESIVKRVFGGQLKSQLTCRECGHCSET
SEPFLDLSLEIDQVDDLVAALESFTKVEEIGDAENKLTCESCNVQVCKGKRLLLDKTPDVIAFQLKRFTTLDHSIEKIDK
HVAYPSELDLKPFHSNPVSEEELKYDLYGVVEHSGLPNYGHYVCAIRSSPSTWHLMNDSQVDSITETSALHQEAYILFYV



RQGIFPWFSSLLEEALHTETTSGASPVSVLEDIDADCSTSSNISSGDKFEKDENSPCKASFLPEEPTKRCAVDASNSMSK
QEISPCRASLQSDVVMRYSSNGTEVTNPERPSTPPPRPKRLSSEGVLGVFDFEDLEDEDDQLMPIVKNQKKVKKPKAASA
SKVVKGSCLDKNASHLINRMPSARRKGLLACMPPQHSVAQAPRSDPLDKKKRKINVSVPVLQY*                
>Bdis_3g54040                                                                   
MGEATAPEGLAHRRIEFHAAIRPHATALQAVRGFRPERLCPDPDERASAAAAARSEKWETGEPSGFGRELTAARIYLRRI
GAGLQNLGNTCYLNSVLQCLTYTEPFVAYLQSGKHKSSCISRSFRNYRQEDAHELMVNLLESMHKCCLPSGMPSQSPSAY
EKSLVHRIFGGRLRSQVKCVSCSHCSSKFDPFLDLSLEIANAATLVKALQNFTEEELLDDGEKQYNCQHCRQKVAAKKRF
TIDKAPDVLTIHLKRFSPFNPRHKIDKKVDFQPTLDLKPFVSNSEDMDFRYNLYGVLVHAGWNTQAGHYYCFVRTSSGMW
HNLDDNQVHQVREADVLRQKAYMLFYVRDRVRSSVIFKDNGAANYYKKNPIPEKITCMNGTNRNSLMETTLNVSPFINGD
VKSQKQNSDNDHSSIFGSSSRGQCSKNPSNIEVIEAATIQNNDMVSVQQAPSLHPVGAATLSIQTNKTTSDSQTETMSPA
QPDAIVLHDSSFDQKEHEKLLEEKQLESNGAVSESGKDITAALPICNGGDGLLGENCQASESQNPYGEPILGTSKAVASP
QMVETKDTGLSNETLSIREDLICCNETKESAESAKQHGQVVTAKELSVEKTAPIESTVEQTPVQSSKSEVGQAMMKELYL
KYTDHIANAEEPASVRNNELEIVQVNSEKQMCFEDSVQLICSEVSAQPICSEVSAQPICSEVSAQPICSEVSAQPICSEV
SAQLICSEVSAQAICSEVSAQVICSGDSAPVLDKDPGLGNLHGMMDFKSKKHVKFSVAPLLFGSKRMLLVALKLPKKRKY
KRSKRRSTFFMDHQSIADDQQTSTSETGLAKDISCKSHRRKHSRASASLDTGDQMLNKNQHLAGDSSSAADLPMGRKDYK
DAALASAELPHSCPSLVADPTDSINCADANKRIPRHFDLLTRGLSEITVPRWVDIDMPYTKTTEFQHMRTNSIGYVLDQW
DEEYDHGRRKKVRRKSKDEYGGPNHFQEITDMRSRQGKRLKSGQTRPGNQPLRI*MGEATAPEGLAHRRIEFHAAIRPHA
TALQAVRGFRPERLCPDPDERASAAAAARSEKWETGEPSGFGRELTAARIYLRRIGAGLQNLGNTCYLNSVLQCLTYTEP
FVAYLQSGKHKSSCISRSFRNYRQEDAHELMVNLLESMHKCCLPSGMPSQSPSAYEKSLVHRIFGGRLRSQVKCVSCSHC
SSKFDPFLDLSLEIANAATLVKALQNFTEEELLDDGEKQYNCQHCRQKVAAKKRFTIDKAPDVLTIHLKRFSPFNPRHKI
DKKVDFQPTLDLKPFVSNSEDMDFRYNLYGVLVHAGWNTQAGHYYCFVRTSSGMWHNLDDNQVHQVREADVLRQKAYMLF
YVRDRVRSSVIFKDNGAANYYKKNPIPEKITCMNGTNRNSLMETTLNVSPFINGDVKSQKQNSDNDHSSIFGSSSRGQCS
KNPSNIEVIEAATIQNNDMVSVQQAPSLHPVGAATLSIQTNKTTSDSQTETMSPAQPDAIVLHDSSFDQKEHEKLLEEKQ
LESNGAVSESGKDITAALPICNGGDGLLGENCQASESQNPYGEPILGTSKAVASPQMVETKDTGLSNETLSIREDLICCN
ETKESAESAKQHGQVVTAKELSVEKTAPIESTVEQTPVQSSKSEVGQAMMKELYLKYTDHIANAEEPASVRNNELEIVQV
NSEKQMCFEDSVQLICSEVSAQPICSEVSAQPICSEVSAQPICSEVSAQPICSEVSAQLICSEVSAQAICSEVSAQVICS
GDSAPVLDKDPGLGNLHGMMDFKSKKHVKFSVAPLLFGSKRMLLVALKLPKKRKYKRSKRRSTFFMDHQSIADDQQTSTS
ETGLAKDISCKSHRRKHSRASASLDTGDQMLNKNQHLAGDSSSAADLPMGRKDYKDAALASAELPHSCPSLVADPTDSIN
CADANKRIPRHFDLLTRGLSEITVPRWVDIDMPYTKTTEFQHMRTNSIGYVLDQWYVTNYI*                  
>Bdis_4g01310                                                                   
MPASPLAAGDAASTSSAAGPADDDDRVFLVLHRWWREAQEGAGIDAHGVPYAAAPAGPTSYGMKVLSLLMSDHTAFTLRR
ADGLAAPQPQQPAQGAAAAKGGLGVAGGSGGARSYALVAADLFGKARAWHLESAKSNGKGSLLTEETSVNIYPIMLRVSV
TRGTNALTVKISKKDNSVENFKRATKILAPDSEPVHIWDFSGRTTFILMNEWNRMPQDLRSSDQEMPLEIQFYDMSEPTS
NGAVGKKDELALTMGSSVLSNGSIMDMDLDSSSGICKQVGSGLTGLDNLGNTCFMNSSVQCLAHTSKLGELAYSFGDLLR
KLWTIDRSSFSPRQFKARLARFAPQFSGFNQHDSQELLAFLLDGLHEDLNRVKCKPYSEAKDSDGRPDEEVADEYWGNHL
ARNDSIIVDTCQGQYKSTLVCPLCKKVSVTFDPFMYLSLPLPSTTMRTMTITVFSTDGITGPSPYTVNVPKSGDTKTLIN
ALSNACSLRDDERLLVAEVYNSSIIRYLEEPSEVISLIRDGDRLVAYRLPKDSEDAPIVVFKNQRMESSLSSFGRKSWKN
FGAPLVSSLPGTINGHTIYNLFLQLLVPFRVSKDDIADADQINCKSSAVNGIADMDMGSGAAECASIHNNAGEDAIMTDT
AMEFYLNNERFPDQHFKIEMDQVVTPGLRKRLHVIVCWQDDGLKQYNLDSLDSLPEIYKSVLFARRPQETCSLYACLEAF
IKEEPLGPEDMWYCPGCKEHRQASKKLDLWRLPEILIIHLKRFSYSRYTKNKLDTFVDFPIHDLDLSKFVRDRSGQLSNH
YQLYAVSNHYGSMGGGHYTAYVFHEGEKRWYDFDDRSVERVDKEDSIKTSAAYVLFYRRIQGDSSSLVTETTIESDCTS*
>Bdis_4g07167                                                                   
MTMMTPPPLEQQQEDEEMLVPHQELPAADAAQPMEVVAQTEPVSMAENQPPEDPQTSRFTWTIDNFTRLSGKKHYSDVFV
VGGFKWRVLIFPKGNNVEHLSMYLDVADSGNLPYGWSRYAQFSLAIVNQVHQKYTTRKDTQHQFNARESDWGFTSFMPLS
ELYDPSRGYLLNDTVVIEAEVAVRKMVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMP
SGSIPLALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIEQLFEGHHINYI
ECINVDYKSNRKESFYDLQLDVKGCRDVYASFDKYVEVESLDGDNKYQAEQHGLQDAKKGVLFLDFPPVLQLQLKRFEYD
YMRDTMVKINDRYEFPLQLDLDRDDGKYLTPDADRSIRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFDDERVTK
EDTKKALEEQYGGEEELPQVNPGFNNTPFKFTKYSNAYMLVYIRESDKEKIMCNVDEKDIAEHLRIRLKKEQEEKEHKKK
EKAEAHLYTIIKVARDEDLKEQIGKNIYFDLVDHEKVRSFRIQKQLPFTSFKEEVAKEYGIPVQSQRFWLWAKRQNHTYR
PNRPLAPHEETQSVGQLREVSNKAHNAELKLFLEVELGLDLRPIRPPEKSKEDILLFFKLYNPEKEELRFVGRLFVKALG
KPSDILTKLNEMAGFSPNEEIELYEEIKFEPHVMCEHIDKKLTFRSSQLEDGDIICFQKPSVPDADTQLRYAEVPSFLEY
VHNRQVVHFRCLEKPKEDDFCLELSKLHTYDDVVERVASQLSLDDPSKIRLTSHNCYSQQPKPQPIRYRGVEHLLDMLVH
YNQTSDILYYEVLDIPLPELQCLKTLKVAFHHATKEEVVIHSIRLPKNSTISDVITDLKTKVELSNTDAELRLLEVFYHK
IYKIFPLQEKIENINDQYWTLRAEEIPEEEKNLAPHDRLIHVYHFMKDPNQNQQIQNFGDPFLLVIREGETASEVMERVR
RKLRVLDEEFSKWKLAFISMNRPEYIQDTDVVSARFQRRDVYGAWEQYLGLEHTDTTPKRSYTANQNRHTYEKPVKIYN*
MTMMTPPPLEQQQEDEEMLVPHQELPAADAAQPMEVVAQTEPVSMAENQPPEDPQTSRFTWTIDNFTRLSGKKHYSDVFV
VGGFKWRVLIFPKGNNVEHLSMYLDVADSGNLPYGWSRYAQFSLAIVNQVHQKYTTRKDTQHQFNARESDWGFTSFMPLS
ELYDPSRGYLLNDTVVIEAEVAVRKMVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMP
SGSIPLALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIEQLFEGHHINYI
ECINVDYKSNRKESFYDLQLDVKGCRDVYASFDKYVEVESLDGDNKYQAEQHGLQDAKKGVLFLDFPPVLQLQLKRFEYD
YMRDTMVKINDRYEFPLQLDLDRDDGKYLTPDADRSIRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFDDERVTK



EDTKKALEEQYGGEEELPQVNPGFNNTPFKFTKYSNAYMLVYIRESDKEKIMCNVDEKDIAEHLRIRLKKEQEEKEHKKK
EKAEAHLYTIIKVARDEDLKEQIGKNIYFDLVDHEKVRSFRIQKQLPFTSFKEEVAKEYGIPVQSQRFWLWAKRQNHTYR
PNRPLAPHEETQSVGQLREVSNKAHNAELKLFLEVELGLDLRPIRPPEKSKEDILLFFKLYNPEKEELRFVGRLFVKALG
KPSDILTKLNEMAGFSPNEEIELYEEIKFEPHVMCEHIDKKLTFRSSQLEDGDIICFQKPSVPDADTQLRYAEVPSFLEY
VHNRQVVHFRCLEKPKEDDFCLELSKLHTYDDVVERVASQLSLDDPSKIRLTSHNCYSQQPKPQPIRYRGVEHLLDMLVH
YNQTSDILYYEVLDIPLPELQCLKTLKVAFHHATKEEVVIHSIRLPKNSTISDVITDLKTKVELSNTDAELRLLEVFYHK
IYKIFPLQEKIENINDQYWTLRAEEIPEEEKNLAPHDRLIHVYHFMKDPNQNQIQNFGDPFLLVIREGETASEVMERVRR
KLRVLDEEFSKWKLAFISMNRPEYIQDTDVVSARFQRRDVYGAWEQYLGLEHTDTTPKRSYTANQNRHTYEKPVKIYN* 
>Bdis_4g14570                                                                   
MDSSPEAAAMQALKLHVDGHHAEALDRAVELAREHPGTLALNFAGYLHQQACANMSPDDEEAITKMAYHMQASLDAFSYC
AETVPNCVVTAVNHGKALAARGQFGEAQQELFRALSLTHTDFVDPAVHNVGYDVFNGATVKQRKQHARTIASLVSEELAE
TICGEVVPREALVLLNRTKLGEDCASAAGLLAETYPYLARAHHLRAYIDLEQVRALDPAKDKKLLLRRTLGLIRDAAKIF
NDSLVIALFHAKLLFVLNEFDDAERECRRALSIETPNDPNLDDLPPGAVSGEDMDARVSSVKKQVRVLLKQIVVACAIYW
CSMKSTQQGKGVISVSVDTLHQHYDRSDQTAAKTISDAQRFVKKFDSWSFWICPAPDSHCDGKKFMNTDSLWQHMCAKHR
DKLWNNLQSILGPELCEITSEDDYSLDGITLCQDSGKRDIFSLPRMQDMFESLLLWPSIGIIAPESIAEMRQRKRREGSE
ILESIKEKLRTLPADTLSTEFEECCFGVQNLWLKFLEISVVDYREVILPLARSFQWIEMKRCISRNVKGPRTIISNANID
AVFSKIDHQVENLKPSCSDETLMADEKCEESEVDVEDSNSGTLVNQRLSDPPIGIPENGTDLALRMAEVEPDKKGTSDQS
FDEMASTSSCQESAIVFNKNGADKDLFNFSFIIQSLCNLRHFRDKFLTEPLVWTPSVDNPCMAQIFYEIFSSWEKNERYL
TNILLNYMKTLLCGLADCTSFYEKFYLTMHALYCIFLRINLVNQFQLQVGKIFASEIVATVLIGLHMSETSSRFSFNKVT
ERQIKSFADLPVLLDEQFCKENNCKDCGNLQAVELSLSNTPHFITIVLNWLGGNESQDTLSEVMDGLTSPLETEFFCRSA
HSATMYTVTSMICYANDRYVCFARDNDKWIIYDFEAVVMQTEDTWEHLLERFKDCKLQPEVLFFEVIK*           
>Bdis_4g14600                                                                   
MADHESPQDAAIRAEAWEALELDIAGKHTEALDRSVKLAVEHPRSALAPNLAGGLHQKAALATRYLFGKAQEELFRALAM
TNTGFADPLVHNVGYDVFNGSTVKLRKQYARTRASFVPEKFATFICEVFVPREAVEMLKDKSRSDVAAAEAGNRASLLAR
TFPYSARAQFLRAYIDLEQVRALDPAMDKKQLLHRTLGLIGDAAKTFNHSLVIALFHAKLLFVLNEFDDAERECRRALSI
ETPNDPNLDDLPPGAVSGEDMDARVSSAKKQFEECHFGLKHLWLKFLEISVLDYREVILPIIEIKRWISRNVNGPDKSIS
NANIDTVFGKICQFCLSHNLQMENLQPSCSDETLPVDEECEGRMAQNHASNSGTMVNQRSSDPPIGVHENGMNLALRITE
VDQDKKGDKLDWKLLYPAQSGKTGTSEQSVDEIASTSSCEESATFFNKNNADKDLFNLSLVIQSLCNLRHFRDMFLMEPL
VWIPSVDNHCIAQIFYEIFSSWEKNEHYLSDILLTYIKTLLCRIVDCTSFYEKVGKNYASEIVATILIGLHMSETSSRFS
FNRETETQVANPITCGDCICPTHNLFGIKFEAQMSCSCGKCSDGYLYTTLFHKLDAGSPQTSKIKSFAELPVLLDEQFCK
ENNCEDCGNLKTIDLSLSNTPHFFTIVLNWLGGNESQDTLSEVIAGVTSPLETEFFCRSAHSAAMYTVTSMICYADDRYV
CFARVKDKWLIYDFEAVVMQTADTWEHLLDRFKDHKLQPEVLFFEVIK*                               
>Bdis_4g15430                                                                   
MVNATSLVKSIFTMPTENTYILFRIELLVVVSTVLFLGMSILDIFRSGFHSSIIKAILSIVDSVSDSIVLYVMGAMQIAP
FKNQLFPVWAIVLVGFRHSSDFISGYGIQDKDGRRFIEWKNVVKLLGVAFLNKTRGSMFVYPLWSLWCLQILRSKYRMVA
RQMAFKSVWHGKSSQLVSEYMRTDTQCENFKLEDCKADTMEGYRYLVYGETRQHIVLKKPRYVLHMDTNPEETRIQAKAK
AKAARAKARHKTQAAKVNSTSAQPQRENGTRPAKPLIKPSPYSLITLDKIWQCDGALLQTGSTQGDKFKDLSLAFSLSRL
LRCRLEDMSLHKDSVPITKNLIMLRIIREEAKRAFMVMELEMSFLNDYFNTRYPMVFWTGFLSLHLSFILSAATFAVACW
LFVDILRVYKTHKDEVSHVINGVNVDMVITLIFMLFTVFKEVWEMAAYYLSDWARLLLASTYVRWNRSYVRNYFTENFIG
SFFTSKIADSRWHGVLDQYAFLQSYDDSPSAWNFMRKFCTGAIPKKDEGAKLSEPIGIPECVKPAILVTLRSMDLTRAHL
LDVIPSLLAESRDQYRWACFELPTSSHIILVWHIATSLCEIKFAQERYIDLTNPGFPLNALSYLTSFCHCCCCSPGPYLV
NENMLDGDLKTRYTVANSLSRYCAYLLISKPDLLPDSFLVPKMIFQETVKDARRILKNSDSLEKRYKTLVDKGDTLPQHT
TNSKENINIVQKGAKLAKELMREDEESRWEILAGVWADLLVHIAPSWNATAHKNCLESGGELITHIWALLWHCGIEKSML
WPVEGVPRNNAPEAHQNNNAENNSAKPADQWQAAGAIDRDDNHGKVTAATVDGVSFVNGDSHLIRGMQNLGNTCYFNALQ
GLLALGELRIKMLEQNPPEGSLLWEFKKLLEESTGGANGAGGTLMIENLFSVMSSTYPDFKVGVTEDSNHLLGSFLDGLN
MEEPTMVKSLFRGEVAKYVYSKECVHTSVTPEVLDLSLAIPSKEHVSVEDCLDLYASGEVDDWYCTKCSAAARNASSNQK
DTTVDEDHTQQSDSAAHQNEQSSHPDQQQTSTPNQDRGKLPMLNGDVHQMEQSHDKHKEEEKKYRAAKVNIRIMKAPTLL
TIQLKRFDYVRHGRPEKLDEHVSIQEMLNITKYMDPRCVANEDYIYRLVAIIVHEGPKLSEGHNYSYVRGNSTGQEHGLT
DTWFSANDEKVEKVSLEEVLECQAYILFYERVDQSKVKPNL*                                      
>Bdis_4g15710                                                                   
MTTTTPAPLEQEDEEMLVPHQEVAAVAADAAQPMEVVAQTEAVSTADSQPPEDPQTSRFTWTIQNFTRLIGKKHYSDVFV
VGGYKWRVLIFPKGNNVEHLSMYLDVADSANLPYGWSRSAQFSLAIVNQIDQKYTTRKDTQHQFSARESDWGFTSFMPLS
ELYEPSRGYLVNDTIVVEAEVAVRKMVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMP
SGSIPLALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIEQLFEGHHINYI
ECINVDYKSNRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAENHGLQDAKKGVLFLDFPPVLQLQLKRFEYD
YMRDTMVKINDRYEFPLQLDLDRDDGKYLAPDADRSIRNLYTLHSVLVHSGGVHGGHYYAFIRPTLADQWYKFDDERVTK
EDTKKAFEEQYGGEEELPQINPGFNNTPFKFTKYSNAYMLVYIRESDKEKIMCNVDEKDIAEHLRIRLKKEQEEKEHKKK
EKAEAHLYTIIKIARDEDLKEQTGKDIYFDLVDHEKVRSFRIQKQLPFNTFKEEIAKEYGIPVQFQRFWLWAKRQNHTYR
PNRPLTPHEETQSVGQLREISNKAQNAELKLFLEVEFGLDLQPLPPPEKSKEDILLFFKLYNPEKETLCFVGRLFVKALG
KPSDILRKLNEMAGFTPDEEIELYEEIKFEPNVMCEHIDKKLTFRSCQLEDGDIVCFQKSPKADSDTQVRYPDVPSFLEY
VHNRQVVHFRSLEKPKDDDFCLELSKLHTYDDVVERVARQLGLDDPAKIRLTSHNCYSQQPKPQPIRYRGVEHLLDMLIH
YNQTSDILYYEVLDIPLPELQFLKTLKVAFHSATKDEVVIHSIRLPKNSTIADVINDLKTKVDLSSPSAELRLLEVFYHK



IYKIFPLHEKIENINDQYWTLRAEEIPEEEKNPSPHDRLIHVYHFTKDPLQNQQIQNFGDPFFLAIHEGETLAQVKERIK
RKLQVADEEFSKWKFAFVSMNRPDYLEDSDVVSARFQRRDVYGAWEQYLGLEHTDTAPKRAYTANQNRHTHEKPVKIYN*
MTTTTPAPLEQEDEEMLVPHQEVAAVAADAAQPMEVVAQTEAVSTADSQPPEDPQTSRFTWTIQNFTRLIGKKHYSDVFV
VGGYKWRVLIFPKGNNVEHLSMYLDVADSANLPYGWSRSAQFSLAIVNQIDQKYTTRKDTQHQFSARESDWGFTSFMPLS
ELYEPSRGYLVNDTIVVEAEVAVRKMVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMP
SGSIPLALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIEQLFEGHHINYI
ECINVDYKSNRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAENHGLQDAKKGVLFLDFPPVLQLQLKRFEYD
YMRDTMVKINDRYEFPLQLDLDRDDGKYLAPDADRSIRNLYTLHSVLVHSGGVHGGHYYAFIRPTLADQWYKFDDERVTK
EDTKKAFEEQYGGEEELPQINPGFNNTPFKFTKYSNAYMLVYIRESDKEKIMCNVDEKDIAEHLRIRLKKEQEEKEHKKK
EKAEAHLYTIIKIARDEDLKEQTGKDIYFDLVDHEKVRSFRIQKQLPFNTFKEEIAKEYGIPVQFQRFWLWAKRQNHTYR
PNRPLTPHEETQSVGQLREISNKAQNAELKLFLEVEFGLDLQPLPPPEKSKEDILLFFKLYNPEKETLCFVGRLFVKALG
KPSDILRKLNEMAGFTPDEEIELYEEIKFEPNVMCEHIDKKLTFRSCQLEDGDIVCFQKSPKADSDTQVRYPDVPSFLEY
VHNRQVVHFRSLEKPKDDDFCLELSKLHTYDDVVERVARQLGLDDPAKIRLTSHNCYSQQPKPQPIRYRGVEHLLDMLIH
YNQTSDILYYEVLDIPLPELQFLKTLKVAFHSATKDEVVIHSIRLPKNSTIADVINDLKTKVDLSSPSAELRLLEVFYHK
IYKIFPLHEKIENINDQYWTLRAEEIPEEEKNPSPHDRLIHVYHFTKDPLQNQIQNFGDPFFLAIHEGETLAQVKERIKR
KLQVADEEFSKWKFAFVSMNRPDYLEDSDVVSARFQRRDVYGAWEQYLGLEHTDTAPKRAYTANQNRHTHEKPVKIYN* 
>Bdis_4g19177                                                                   
MEMVVSAPPPELLPEEEMALIRDITVAAESQAKEGDVFFLITNRWWQSWIDYVIQDSAGVTSNGYHHHEFGSNAPRRPGA
INNTDLLDDLAYEVSNMDMELHDTLVEGRDYILLPQQVWEKLHGWYGGGPTLPRKAINTGLSQTDLAIEVYPLRLQLLLM
PKGEQAVIRISKKDIVGELHKKACEVFDLVPDEVCIWDYYGRKKHALMDNLEKTLDDANIQMDQDILVEVSTDANGIFDG
GCMSSIQENDFFERASSLMADASKSGLSSENLASINYASRSYSSGLPQNQCPRSSNGDSENVPGTVGVTTRGSPSGLTGL
LNLGNTCFMNSAVQCLVHTPEFARYFREDYHCEINWNNPLGMVGELALAFGELLRKLWSPSRTPVSPRPFKTKLSRFAPQ
FSGYNQHDSQELLAFLLDGLHEDLNRVKHRPYLKSNDADGRSDEEVADEYWANHIARNDSIIVDVCQGQYKSTLVCPICG
KVSVTFDPFMYLSLPLQFASTRSMTVVVFTCDGSAPPTPYTVSVPKQGRCRDLIQALSSACSLKNEEKLLIAEIRNHRVH
LFLEDPVLQLSTIKDDDHLAVYRLPKLEKRASYIQFVHRREELDHGNNSSSMSWKPYGVPLLAQIPRNETVTGSAIHEMG
RKMLVPMLRNQVAQHTAVQSSLSTRTQSYHTDGSKFQLQLNDDSNTVIEQTDYAIRVPQSSLATIIFVNWSKSDLKKLNT
NHLENLPEVFKYAPPAKRTRGEPLSLYACLDAFLREEPLVPEEMWYCPRCKEQRQASKKLDLWRLPEVLVIHLKRFSFSR
STKHKLETFVNFPIHDLDLTNYIANKKISQRQIYELYAVSNHYGSMASGHYTANIKLLDENRWYNFDDSHVSAINEEDVK
SGAAYVLFYRRVRELDGAASNGTQSCVKRNHRSSQR*                                           
>Bdis_4g32500                                                                   
MASLASLVAGVVALAVVTLATVVRHRGRRAAARREEDVRWLASIAAREFEIAEWQAYYYSAHHGASGRADDVAEAPWYWT
APEVASPWIEQEQQAVAEPMIPAAAEPMTPAAAEPMTPEAAGKAWGLCARCRRMTTRRCARCKIVKYCSMKCQVSHWRRV
HKFECHVPSIDAKKDSTSATEGVECNSSYEQSVVAGVEPAVKISNSVATMPELSKENCDAKLLGNESKEMPFQEASNTAE
SPQVTGLTESADVLSFPTSGKDCKVQGASVSENGSQSQIPADNSSSQAHCSAGFESELEQSSKQAPCIDNIKSSRSLPPM
STTDKVPSTCAGANFPVRNPSKKTDSLPAMSVGSENEVVVPNNLSTDLIRQQTAPKILSHSPSESTLFPYELFTKLYNFD
KVELRPFGLCNLGNSCYVNAVLQCLAFTRPLTAYLFEGLHSKKCSKKEWCFLCEFEKLIVEGKAGKSPLSPTGILSHLHD
IGSSFGLGKEEDAHEFLRYAIDTIQRASMKEAEKNGVGKLAEETTLMQLMFGGFVRSQIKCTKCQVSSGQCERILDLTVE
IDGDISTLEEALHQFTSTEVLDGDNKYHCSRCNSYERAKKKLTIYEAPNILTIALKRYQTGSSGKINKAISFPECLNLSS
YMSTTNDYSPVYRLYAVVVHHDVQNAAFSGHYVCYVKDSHEKWHEMDDRQVLTTHSKIFKESDNCSKPITHEENRADIRS
RNNIAKQLLEQTPRSDSTDSTVSSNSMGQYDYIFGSSDQMYPLSTAVIPGEHERGTSQRSSDQYADQAGKVERLNKLNNQ
ASIGVWDEGGTSRSFFYTDQEGGSSYKQEVGGSIGRYLVQYILIVQDRAKYFYSLSKQ*                     
>Bdis_4g34490                                                                   
MGKKLKTKTKKVQQQEPLADAESGDLGLQEASKSTEEAAVSASDWEQCGHYSRDNPHLDKVLLDFMSSKHVASCEHCRDD
GPRKKGGKQQKKKGGGGAAKTQAKVEKSDMWICLDCGRHFCGGAVSETKPYGHARRHAKQDRHWWAARYDEPTVAYCLSC
ENKVSIEMPIVESVVAAPADDKVFGAVDSNALVLANCHGNVIKGLPNLGNTCFFNAVLQSLLALDRLRSKMSGPDVPTGA
LTMSLKKLFVETSASNDAGGALSPKSLFSSICSKYPQFRGYQMQDSHELLRCFLDGLRTEETEARKLLEEASSSGVTTIV
DSIFGGQLSSTVSSTECTHGSVKYDQFLDLSLPVPSRRPPSKSVSSPPAKRTNQSIRDRNRNRRYGKITTTRASPTVVEN
SKERVETVAECNDSQILGSELGQVVNEKEPEPSEGSESCASVSNQELKAASYVEDDISWLDFVADADETRSEILDSVCFT
EAGQICDSNGATHGSYDSRDDALPKEQVLSSEHSCENIVDDAACLQPVILLPYKELCTTANEIYESSQNPKDVGPAPDIS
PVTENNAHPLSGGNGEQDDYIGLGDMFNEPEVTSEAKEETTAGDIDVMAWSSNSADDEVDVSNAPVSVEGCLALYTEPEL
LSESWHCEHCSSTAARPNTNEGKGGDKMVASANDRKDSEKIMASGDARQGGDKVMMNCSKKEDIDQIMTTDCCSDNVDPD
LCCNKVGCANPDAENTSNGNSPDTGNATLLNTGLIVEQPDSKHDGNTADIAAQEASAPVSCGDNDSPSCSTTIDRMVESG
ANAEEVVTSSLSSQTQSILLSAKDNEDVTTRNMGRGKRVKMVGKAHKGQDNQNKQKEDETKVFRAAMRRILISKAPPVLT
ITLNRFSQDSHGRFKKLKGHVCFKETLDVRPFIHPRSKENDNTTYRLVAVVEHMGTMTGGHYVAYVRSGKIGGRQQQRRA
SKSWFYASDAQVREASLEEVLNCEAYILFYERVVE*                                            
>Bdis_5g10117                                                                   
MGRFEHGNLLVSLSDGNRHGYSLTAVAVVLGMAAAGLCKALHSSSVIPSWDFRKFFSGSERLYYSGGLENLGNNCFLNVI
LQALASCGHFVSSLDGLLVSDGALPEEQSEKMPLIFALSSLLKDLSIVRGERTVLNPRRVMHALSFYVSHFNLTRQQLSL
DFENFHCLPLSPVSDRDGDIINGCTLVDCLKHFTVLEHIDNYRCDHCWHSAAAKYFSRQSEVDEEKVNKLRTCVDYDSCS
CRHIFGPEKIAWTVSSKATKQLAITRCPKILCIHLLRASISLDGELIKREGHISFPLLLDLSPFAGGTFSNGHGPEPSAM
NMQKYDQPSLHLYRQLNAQMPINMFPTGGNLSSHPHKDELTNGGGCSPYKGNVAVATSSLSPSSSRNELYGLSAVIEHYG
ICGGGHYAAYRRVLSNSDTGDLVGPRRRHWLYVSDDHVSQVSEGDVLAAEATLLFYERL*                    



>Bdis_5g12000                                                                   
MVMGASGSKLEKALGDQFPEGERYFGLENFGNTCYCNSVLQALYFCTPFREQLLEYYANNKSPGDAEENLLTCLADLFMQ
VSQSKKKTGVIAPKRFVQRVKKQNELFRSYMHQDAHEFLNFLLNELVDILEKESSAAKDSPQSSSPEKVPNGPVQPLANG
VKKEPPITLVHKNFQGILTNETRCLRCETVTARDETFFDLSVDIEQNSSITSCLKNFSSTETLNAEDKFFCDKCCSLQEA
QKRMKIKKAPHILVIHLKRFKYIEQLGRYKKLSYRVVFPMELKISSTSDDVDTEYSLFAVVVHVGSGPNHGHYVSLVKSH
NHWLFFDDENVEMVEESTLQTFFGSSHEYSGNTDHGYILFYEGLGGKS*                               
>Bdis_5g23920                                                                   
MSTPSAPPPCPHLAAHRLTSRPLRFLRRCLRVRPLGRPEIRRDAREVPRCSPCASSTSPSPSPPRLYACLSCAAVFCASH
AASHAATPPSPGHQIAVDVDRAELFCAACGDQVYDSDFDHAVVLAQSSTLCPASTSSASAPSPRKRRRVDYRAWAPDPAE
SALMSSADPATSARAAAAAAPPGLRGLNNLGNTCFMNSVLQALLHAPPLRNYFLGDRHNRFLCPRRTPMRHRAAGADAKA
ACLACDLDEIYSATFSGERTPYSPAKFLYSWWQHASNLASYEQQDAHEFFISILDHIHENIKDEQHKSHEQGHGDCCIAH
RVFSGILRSDVICTNCGFSSTTFEPCVDISLDLDAGSNNSLANPKLHARNGERNLAGTNSKVSTLMRCLERFTRAERLDA
EQKFFCERCKERQESLKQMSIRRLPLVSCFHIKRFEHSSVKKMSRKVDHSLQFPFSLDMAPYLSSSVLRSRYGNRIFPSE
ASDSDAVSELSSEFEIFAVITHSGKLDAGHYVTYLRLNNLWYRCDDAWVTRVEEHTVRTSQAYMLFYVQKTLYYKACERA
GAV*                                                                            
>Sbic_01g016396                                                                 
EEEKERKKGGSNVGGGQRKQTAKKKKSRATVTKGQANDQAIWVCLHCGRMFCGGRDKVPQGHIRPHYRDNGHLWAASPED
PTSIYCFKCKKEVSISFLDFKLMETKPVTSKSAAAEEGLVITKARNIVKGLKNYGNTCYFNAVIQSLLALSSMRAIILRS
DVQAGHLAMQLRELFLMTEASSRTAAELNIGRLLHAFLDINSQFADKKMQCSHDCFVSFRWSLHWEEVEEWKRAKDASIE
DHITIPNFIFIGTQCSTVTGKVCKHSS                                                     
>Sbic_01g025350                                                                 
MTIPSAEGFLQASSCLPCTAAEEREVVDALTREAEKNVKHGDLRYLVSQSWWMEWQGYVGIFSHGENGTEQFPQAMNRPG
EIDNSKLVSAERINGSEEPELQRTLREGEHYTLVPQEVWQRLYEWYKGGPEIPRKVIFDNPIDKTYIVDVYPLCLKLIDG
RDSCQKVFRISRKAKVHELYSMVCSLMSVEQSEIVIWDYYQRSKGKKLLNQNETLEEAQLTMDQEILLEMKLGESSSGFS
TRSTNDELALIPLEPSTSSFSIAGGPTFSKGFSSGIGSSFSQDNSFSPLLRDSEDGYNSLSNGTKDGTHGLSGLHNLGNT
CFMNSAIQSLVHTPPLVQYFLEDYTCEINTENPLGLQGELAIAFGELLRKLWSSGRTSVAPRAFKSKLSRFAPQFSGYNQ
HDSQELLAFLLDGLHEDLNRVKKKPYIEAKDADGRPDDEFAEECWNYHKARNDSIIVDRFQGQYKSTLVCPVCNKISVTF
DPFMYLSLPLPSTVTRMITVTVFSGTGDVLPMPYTVTVQKNGNCRDLTKALADVCCLKDSETLLLAEVYERRIYRYLTNP
IEGLHSIKDEDILVAYRLPVGYEKLLRLEILHRRADRFLVEPQFNINRKLIGCPIVTCIPNGSTGKSDIYAAVSAVLVPF
VRAKAHSPDVSAVKLNGNGPSLDGIVLTDNGTTSEEGLSISRSSEDDNAAVDELLPFQLSLTDEKGSIRNAIDTDSNRGL
GLVIRVLMDWSEKEHGMYNIDYMDGLPEVFKPGFMSKKTRQEAVNLFSCLDAFLKEEPLGPDDMWYCPGCKEHRQASKKL
DLWRLPEILVVHLKRFSYSRYMKNKLDTFVNFPIHDLNMSKYVKLTSRGDQHPMYELYAVINHYGGLGGGHYSAYAKLVE
ENNWYHFDDSHVSSVNEDEIRTSAAYVLFYRRVGGSSTVANGGAVDIEMVDSIEM*                        
>Sbic_01g028253                                                                 
TCFLNCILQCMVHTVPLVLKLRKTDHPDPCPRASIGFCCYCSLKQHVNESIRLSGSSFYPEIFINRLKSISSDFKSGVQQ
DAQEFLRCLLDKLDEDSIAPRSSEESSTTKEGSVVKEIFRGCLKSQLRCPECDRCSDKSEPFLDLSLDLNMVETLMDALQ
SFTNTELIKDFMCDGCKSRVSMEKHFKIEQAPEVLVIHLKRFTNSESKIWDKVKYPLELDINSFMSSSDDVSCSFKYDLY
GVVEHLGAYGSGHYVCYIRSSEADWYKFNDDKVYQCSVDSALENAAYLLFYVKQGSSPWFSTLLEK              
>Sbic_01g044530                                                                 
MGAAGSRLEKALGEQFPEGERYFGLENFGNTCYCNSVLQALYFCVPFRDQLLEYYANNKNTGDVEENMLTCLADLFSQIS
NQKKKTGVIAPKRFIQRLKKQNEIFRSYMHQDAHEFLNFLLNELVDILEKEHNAAREPLQNLPFQKNSNGTIDGQPNGSH
KELAATWVHKCFQGILTNETRCLRCETVTDRDETFFDLSLDIEQNSSLTSCLKNFSSTETLNAEDKFFCDKCCSLQEAQK
RMKIKKPPNILVIHLKRFKYIEQLQRYKKLSYRVVFPLELKLLNTVDNSDLEYSLFAVVVHVGSGPNHGHYISLVKSHNH
WLFFDDENVEMTDESMVQAFFGSPQEFSGNTDNGYILFYESLAERS*                                 
>Sbic_01g046140                                                                 
MGRKKRTSAPNPTPPPPDAARRPAGKAAGIGGEDAAVRAEVDKALACLQRGSHARALRLMKDALARHGEASSPLLLRAHG
TVHARAASVLDDPAARARHHRAALQAAQRAVELAPESIELAHFHAMLLFDAANDARAYEEVVAECERGLSIEVPSDPSPH
SLRLPGPDVDQVQSELRSLIQKANLASISTWVKTLGGAGDDKLRLIPVRRIADEPMEGRLVPTAPSPRRPNEIKKATKTP
EERRQEIEVRLAAMRLLQQQKEQSNGVVSATPASSLSQGDEAPSSSQSSVGGHRADRRKGGSRKATGSSASERTDQVRAY
WGSIPVEQRLAFLNTSISELKSHYASAIHKEKDAASAASDVLNEAIQFAIKHSKWDFMVCGRCRDQFADVEALRWHVTGE
HVGLLSSELQEMVPQEIDADWAEMLIGWNWRPLDATAALKLFEEDQNDNLGTDRDKESNLLDNWSNKDKSDMSESSALPH
NEGCNGFGVVVSEGDDKWPLSDDGERANILERIHSSFKILVKSHNLSVGNLNRVIRFAVEELRGLPSGSLLLNHSLDESP
LCIRFLEASSLRKVAKFLQDLMQASGLNRNLEKAEGLGDEDSSPKNHYVLEKVTLNSDSSELIIDGQTFGGKFDSESVDT
DALLSWLYAGSSVGEQLLAWNRMIDERSNQCVDLIRALGREFNSLQNSCERKLEQLRNEEAFISVEGLFYEEQTRREQVG
RYGFQTFEELLRKRQVELLECNTEEQSDSNRSEIDTISAILKELHTSHFGYDEALSGMAPRLYDFDGAEEDEWRLHDFIH
PNDSMVQMVVSKMKEQVCMEISKVDAKIMRNFCVIRQLEHKLGPVSALDYRMILLPLMRSFLQSHLEELVDKDARERSDA
AREAFLAELALDAKKNANKGGDMKQSHEKSKDKKKFKDSRRSKELKDSSWSDQSLSRQDSADEETAETFQMLADCDDLDC
KLSTSDDYLNEQEEELRHRVQLEAEERKLEETLEYQRRIEEEAKQKHLAEQCRSTYASSVTGTPCLSSTGNQDNHESALN
NSSRTYLEGIKFGDFRYTENNFSQKLNGLDSSDAQALTSSDMSVSKLTLKMNGVWKNAQPIKSLSNHGTQNSKRSSSEPQ
NKYFQGVPGAIYDDNDNDRASGPQFGSKAPRWSSSCKIAPYANHSYQAGKQNQLHVLPSDDLQFVHRGHSAGTEKPIFEK
VGSGAIPSADVCIEDDFDKRFQEDLDEAMRQSLGYDAYPAGTISTSNGTEVYGTGLKNAAGEYNCFLNVIIQSLWHIRRF
RDEFLKTSSLHKHVEDPCAVCALYGIFIDLSKAAKGQGEAVAPTSLRIALSKSYPNSKFFQEGQMNDASEVLGVIFECLH



KSYTSRTVYHGKSHDKNSIGSWDCANISCIAHSLFGMDVYERMNCHNCKMESRRLKYTSFFHNINASSLRTAKMMCPDSS
FDELLKVVIMNDQLACDQDVGGCGKPNHIHHILSTFPHVFTVVLGWQNNKESVDDISATLAGISTEIDISIFYRGLDHGS
KHTLVSVVCYYGQHYHCFAFKDGRWVMYDDQTVKVIGSWDDVLVMCEKGHLQPQVLFFEAAN*                 
>Sbic_02g003380                                                                 
MATAATASHPASASTSGRDALAASSSSHAAVCLVPFRWWARVREEEAAGGVQYAATAAASPSYYGLRLLHSFLHPDLVLR
LERGDFRAGDGGGGGRSYALVPADELSRALARQNSGLGLQNKHSFAGDSAGAYPLVLRISVRETSILTLKISKKDNPVEN
YKRANKIFNVDSQPVHVWDFSGQTNLILMNEWNRLHDCCHADQENLLEVQVYAMSDSLTSKIGGDMNSDLSYRSFGRAGS
MGLIGLENLGNTCFMNSSIQCLAHTPKLVDYFLGDYANNINRTNPLGLNGELALAFGELLRSLWTDRKPIPPHHFKEKIA
CFAPQFSGFNQHDSQELLAFLLDGLHEDLNQVKCKPYEEAKDASGRPDEEVADEYWSNHLARNDSVIVDTCHGQYKSTLT
CPTCSKTSVTFDPFMYLSLPVPSTAKRVMTVTVFSTDGSREPCSYDVSVPKFGTLSDLVQALSIACLLGDDEILLVTEVY
NNCIIRYLEEPSDSVSLLRDGDKLAAYRLPKRHEKSPFVVFTHQYFDEHSSDDNLTRQMREFEAPLLAALPETINGLSLQ
DIYLKLLSPFRLSNRAGSLNVCMESNSDSIDLTDATSSDSGSNSFQNSQSEDGPESSHCSASECEIMKRPDDLCDGGSDS
NKEAQMEEFEFYLKNERGDGQLQKIEINELDLLETAPSRLHVNVHWLRNASKKYATSMLSNLPEIHKLELIPKGTEDSVA
LHGCLEAFLKEEPLGPEDMWYCPCCKKHQQAMKKLDLWRLPEVLVIHLKRFSYTQFTRNKLETFVDFPTTDLDLSSYIAD
KSKQPSSHYRLYAISNHYGNMGGGHYTASIYHEEGKGWYKFDDDYVTPMSEDSIKTSAAYVLFYRRE*            
>Sbic_02g003660                                                                 
MTTSPPPAEQQQQEEEEVLVPHGPQQELPNGAQPMEVVPAEPAATVENQQIEDPPISRFTWTIENLSRVSTKKLYSEIFV
VGGYKWRILIFPRGNNVEFLSMYLDVADSGVLPYGWTRYAQFSLSVVNQIHNKFTIRKETQHQFSARESDWGFTSFMPLG
ELYNPSRGYLVNDTCIVEAEVAVCKVVDYWSYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMP
SGSIPLALQSLFYKLQYNDSSVSTKELTKSFGWDMHDSFMQHDVQELNRVLSEKLEDKMKGTVVEGTIQQLFEGHHMNYI
ECINVDFKSTRKESFYDLQLDVKGCQDVYASFDKYVEVERLEGDNKYHADKHGLQDAKKGVLFIDFPPVLQLQLKRFEYD
FMRDTMVKINDRYEFPLQLDLDRDDGKYLSPDADRNVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWFKFDDERVTK
EDAKRALEEQYGGEEELPQTNPGLNNTPFKFTKYSNAYMLVYIRESDKDKIICNVDEKDIAEHLRIRLEKDREEKERRKK
EKAEAHLYTIIKVARDDDLKTQIGKDIYFDLVDHDKVPSFRIQKQMTFAQFKEEVAKEFGIPTQFQRFWLWAKRQNHTYR
PNRPLSPQDEAHTVGQLKELVNKAHNAELKLFLEVELGLDLKPLPLPDKTREDIFLFFKLYEPEKEQLRYVGRLFVKASG
RPQDILPKLRMLAGFSQDDDIELYEEIKFEPNVMCEYIDNRLLFRSCQLEDGDIICFQKSSKPDSADRYRFPDVPSFLTY
IRNRQVVHFRSLEKPKEDDFCLEMSKIFTYDQVVEKVAEKLGVDDPSKIRLTSHNCYSQQPKPQPIKYRGVERLLDMLIH
YNQTSDILYYEVLDIPLPELQALKTLKVTYHHATKDEVFAANEKIENINDQYWTLRAEEVPEEEKNLGPFDRLIHVYHFT
KDTQNQTQVQNFGEPFFMVIREDEILSSIKERIQKKLKVPDEDFSKWKFAYISLGRPDYFEDSDTVAVKFQRNMYGAWEQ
YLGLEHPDTAPRKAHTINQNRHSFERPVKIYN*MTTSPPPAEQQQQEEEEVLVPHGPQQELPNGAQPMEAATVENQQIED
PPISRFTWTIENLSRVSTKKLYSEIFVVGGYKWRILIFPRGNNVEFLSMYLDVADSGVLPYGWTRYAQFSLSVVNQIHNK
FTIRKETQHQFSARESDWGFTSFMPLGELYNPSRGYLVNDTCIVEAEVAVCKVVDYWSYDSKKETGYVGLKNQGATCYMN
SLLQTLYHIPYFRKAVYHMPTTENDMPSGSIPLALQSLFYKLQYNDSSVSTKELTKSFGWDMHDSFMQHDVQELNRVLSE
KLEDKMKGTVVEGTIQQLFEGHHMNYIECINVDFKSTRKESFYDLQLDVKGCQDVYASFDKYVEVERLEGDNKYHADKHG
LQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTMVKINDRYEFPLQLDLDRDDGKYLSPDADRNVRNLYTLHSVLVHSGGV
HGGHYYAFIRPTLSDQWFKFDDERVTKEDAKRALEEQYGGEEELPQTNPGLNNTPFKFTKYSNAYMLVYIRESDKDKIIC
NVDEKDIAEHLRIRLEKDREEKERRKKEKAEAHLYTIIKVARDDDLKTQIGKDIYFDLVDHDKVPSFRIQKQMTFAQFKE
EVAKEFGIPTQFQRFWLWAKRQNHTYRPNRPLSPQDEAHTVGQLKELVNKAHNAELKLFLEVELGLDLKPLPLPDKTRED
IFLFFKLYEPEKEQLRYVGRLFVKASGRPQDILPKLRMLAGFSQDDDIELYEEIKFEPNVMCEYIDNRLLFRSCQLEDGD
IICFQKSSKPDSADRYRFPDVPSFLTYIRNRQVVHFRSLEKPKEDDFCLEMSKIFTYDQVVEKVAEKLGVDDPSKIRLTS
HNCYSQQPKPQPIKYRGVERLLDMLIHYNQTSDILYYEVLDIPLPELQALKTLKVTYHHATKDEVFAANEKIENINDQYW
TLRAEEVPEEEKNLGPFDRLIHVYHFTKDTQNQTQVQNFGEPFFMVIREDEILSSIKERIQKKLKVPDEDFSKWKFAYIS
LGRPDYFEDSDTVAVKFQRNMYGAWEQYLGLEHPDTAPRKAHTINQNRHSFERPVKIYN*                    
>Sbic_02g006740                                                                 
MPLQIHIYDLSEPTVNGSDGKRDELALTLGGSNFSNGGTMNMDLDSSSGSSKQVESGLTGLDNLGNTCFMNSAVQCLAHT
SKLGELACAFGDLLRKLWAVDRTPVAPRQFKSRLGHFAPQFSGFNQHDSQELLAFLLDGLHQDLNRVKVNHILKQRIQMA
IVSKGLGETHRRVISKRKKDSASPVG*                                                     
>Sbic_02g026980                                                                 
MEVPKSVALVAALAFVVLGALATRWLQRMEERNEEVRRLALLAAAEVEAIEKEAAAYHYGQYGGFVRASDLPEVPSLWTT
AQEVAAAPLWTTQAQEVAPVLAPKEVEAEAAVAVSATAGKRVCAMCSKPTTLRCKRCKSAKYCTVKCQIDHWRNGHKDEC
HPLGQGATQDAPENVMAGPSKESTNCQKCDDNKDVLYSQFTGKAESVDCSKLSTSSNICKVHDSTICENCCLTAHDQHAG
LEPEQSNKQALGAENDEGLRNLPCIPAVDQVPSTHSSAYCLPSNLLKGEDNPPGPCARPENSGVMPNNSSKEKNYARQQT
TSKAVRNYPTESMLFSYKNFVELYSFNKLELHPFGLYNLGNSCYANVVLQCLAFTRPLTAYLLEGHHSQNCSKNEWCFMC
ELEKVLIEGKHGKSLVSPTGILCHLNEIGVSFGHGAEEDAHEFLRYAIDKMQSASIKEAKKNGIQQLAEETTLVHFIFGG
YLRSKIKCTKCQVSSKQSERILDLTVEIDGDINTLDGALRRFTSSEVLDGDNRYHCSRCNSYERAQKKLTILEAPNILTI
ALKRYQSGVLGETSKVVKFPEHLNLSQYMSRTDDSSPVYTLYAVVVHHNVSNATVSGHYVCYVKDSQGKWHEMDDNKVKP
VSIQKVLSKCAYMLLYARISPRAPTGARGAMLRQGASSHTKKPKQMTRSGSFPSGGGRYQSSRHQQGGLSKDDAVHDLTY
ALGTSDRSSSYPVPPACFSRSNSSSLFSSSDVGSSCTFSSDNTDSTRKSCMEYGHIFGASGYMCQVSPAVIPEEDKLSYL
RQRSSWNPSSSCHDMDEEVGKFARQYQRRYQYQAGRGPRVNSCGETTSFSYADQEKESEFCTTLQVQ*            
>Sbic_02g029180                                                                 
MGKKVKAKPKNSRKAHERDLPASSSEVGPGDAASQDASHSAEEAAASASGREHCGHYGHDNAHLDKVLLEILSSKHVASC
EHCREDAPRKKGGAVGKQKKKGGTSKGATAKAQAKADKSDTWVCLDCGRHFCGGAVVDTKPYGHARRHAKQDRHWWAARY



DDPTVAYCLSCEKEVSIEMPKLETVVAAAVEDKVVDAEDTDSWRLINPDANVIKGLPNLGNTCFFNAVLQSLLAVDRLRR
KMLGPDVRTGALAMSLKKLFAETSASNHAGGALSPKNLFSSICSKYPQFRGYQMQDSHELLRCFLDGLRTEETEARKLEE
EASDAGVPTIVDSIFGGQLSSTVSSTECSHSSVKHDQFLDLSLPVPSRRPPTKSVSSPPAKRTKQSIRDRNKSRRYGKVP
ARASPSVESKEQIQTIAERNNSQIPGSELEQVVSVSEKEAEPSGCSESCGSVSNQEQNATTNVENSICWLDYVADVDETK
SEILDSADSTGTGQIWECRDATDGPLHPQDDALPKEQILGSEHSGENTVDDDASLQTVILLPYKELGTTAKERDETIENS
YNSECEVPPLVVVSPVTENNTQPGYCGDVEQDDYIGLGDMFNEPEVTSEVKKEASKVEDIDVMAWSSNSADDEVDDSNAP
VSVEGCLALYTEPELLSEPWLCEHCTNAARIKVDERKNVMEMTDGANEIKDGEEMMAGGDGRKDGKKLIVSCSKQEGIDQ
VMGTDGCKKDIDQIMATVDCSDNVHSDMHCKEARCVNTSLADPQQNCDCNFPDTENTSMQRSGALFTMNETEQSSNETSH
KEQCMDLKRLELESSSLNNQHDSPIQYNDGHNVDITAKAASAPLSCGGESESCNATNNVEAPPVGDTEEVVSSSLPSDAQ
KTLLGAKDNEDAITKNQGRRKRMKMVGKAQLEQDNQNKQKDDETKVFRAALRRILISKAPPVLTINLNRFSQDSHGRYKK
LKGHVRFKEMLDIQPFMDPRCNENTTSTYRLVGVVEHLGTMTGGHYIAYVRACKIGGRQQQSSGSKSWFYASDGQVREAS
LEEVLNCEAYILFYERVGD*                                                            
>Sbic_02g041970                                                                 
MSGGGGEKMLLFGSFTEDETKLFQGQPLISPTKSTSKECERMEIQFGTLNFSVLNLEKISISSVVLPAKSANGDTSAITK
ENPCGNEKKAAGSSLPNGGPVVTNGCPPVNVPADNGVFENVAKTETVVPSVVPVKSISNPTPQMTLEVHKDVIEPTQSRK
LDKEREIIENGSPVVETPIVAAPVEEAVTSLNKKPSQNMPLLPHGLRNTGNICFLNATLQALLSCSPFVHLLQDLRNRSI
PKVGYPTLNAFVELISQFDVADESVIKKNEKAITVAAKPLNPAMFDAVLRNFTPDVPAGVTARPRQEDAQEFLSFAMDRM
HDELLKLNGNGSDSKEGMVVSSVDDDAWETVGRKNKSAIVRTQSFVPSELSAIFGGQLQSVVKATGNKASATVQPFLLLH
LDIFPDAVQTLNDALHLFSTPESLEGYRTAAGKAGLVTARKSFKIHALSKIMIMHLKRFSYGNHGSTKVYKPLHFPKELV
LSRELLSSPLQRVENMSLLQPSLIMGGTLTGGTTLLTQSMPTGNGFASMMMLLCLLPRTMSCMTKHMSSSTNKSESTT*M
SGGGGEKMLLFGSFTEDETKLFQGQPLISPTKSTSKECERMEIQFGTLNFSVLNLEKISISSVVLPAKSANGDTSAITKE
NPCGNEKKAAGSSLPNGGPVVTNGCPPVNVPADNGVFENVAKTETVVPSVVPVKSISNPTPQMTLEVHKDVIEPTQSRKL
DKEREIIENGSPVVETPIVAAPVEEAVTSLNKKPSQNMPLLPHGLRNTGNICFLNATLQALLSCSPFVHLLQDLRNRSIP
KVGYPTLNAFVELISQFDVADESVIKKNEKAITVAAKPLNPAMFDAVLRNFTPDVPAGVTARPRQEDAQEFLSFAMDRMH
DELLKLNGNGSDSKEGMVVSSVDDDAWETVGRKNKSAIVRTQSFVPSELSAIFGGQLQSVVKATGNFVLS*         
>Sbic_03g004040                                                                 
MDLLRSHLHKVRIPEPTNRIHKDECCVSFDTPRSEGGLYVDMSSFLGFGREYVEWNFEKTGNPVYLHIVQRRKPEPDEAD
RPLKKPTLLAIGVEGGFGDQEPEYDDTFEIVILPDFVSLPFPSVDLPEKVRLAVDKVLLAESADRKEQLAAWVADKKNIS
AYAMDLQQLDNGVVVPPTGWKCSKCDKTENLWMNLTDGMILCGRKLWDGSGGNNHAIEHYEQTKYPLAVKLGTITADLEA
ADVFSYPEDDSVEDPLLAQHLSHFGIDFSSLQKTEMTTAERELDANTNYDWNRIQESGKDAELLFGPGYTGLANLGNSCY
MASIMQVMFSTHPFISRYFEKQSLKAAFATAPADPTVDLNMQMTKLGHGLLSGKYSAPAKEGQEGIRPRMFKSVIAANHP
EFSSMRQQDALDFFLHLIDRVEKANPGNHELNPCSGFKFIVEERVQCPSGKVSYNKRSDYILSLSIPLHEATNKEQLEAF
NEKKAAMDLDGKEVSNEDIVRPRVPLEACLASFSGPEEIPDFYSTALNSKTTATKTAGFNTFPDYLVLHMRKFVMEAGWV
PKKLDVYIDVPDTIDITHMRSKGVQPGEELLPEGGSGDNSAEPAHPVASEDIVSQLASMGFNYLHCQKAAINTSNTGVEE
AMNWLLSHMDDPDINDPISKDSRASEPSVDEASVQTLISFGFQEDVAIKALKASGGNIEKATDWIFSHPEASSSASADSS
TSNANADDAYIPDGSGRYKLMAFVSHMGTSTHCGHYVAHVLKDGRWTIFNDSKVAASVDLPKEMGYLYFFQRISN*    
>Sbic_03g025180                                                                 
MPTVSVKWQKEVFPGIEIDTSQPPIVFKSQLYTLTGVPPERQKIMVKGGILKDDADWSTLGVKDGQKLMMIGTADEIVKA
PEKGPVFVEDLPEEEQVVALGHSAGLYNLGNTCYMNSTLQCLHSVPELKSALLSYSDTVRGNGIDQASHNLTLATRNTFG
DLDQSVRPVAPLQFLQTLRKKYPQFAQQHNNVYMQQDAEECWTQLVYTLSQTLTSDSSESAVLPMKQLFGIDLVSRVHCA
ESGEESTETESVYSLKCHISQDVNHLHEGIKHGLKTELEKASPTLGRTAVYTRESRINELPRYLTVQFVRFFWKRESNQK
AKILRKVDYPLELDVYEFCSDELKQKLQAPRQMLRDAENAKFGLKAHGKASSSKENEESSSAGESSSMDIDKAESSLPKK
QLTGVYDLVAVLTHKGRSADSGHYVGWVKQDDGKWIEFDDDNPNIRKEEDILKLSGGGDWHMAYICLYKARMAESKS*  
>Sbic_03g035900                                                                 
MLVPHQDAIEGPQQDVVEGPQPMEAASAVENQLVPDTSTSRFTWCIENFSRRNVRKHYSDDFIVGGYKWRVLVFPRGNNG
DHLSMYLDVADSNLLPPGWSRNAQFSLAVVNQLDSKASLRKEAIHQFNSRESDWGFTSFMPLLDLYDSSKGYVVNDKCII
EAEVAVRKTFDFWNYDSKRMTGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDTPSGNIPLALQSLFYKLQH
CDNSVATKELTKSFGWDSYDSFMQHDVQELNRVLCEKLENKMKVCHPRTPVEGAIQKLFEGHHMNYIECINVDSKSTRKE
SFYDLALDVKGCSDVYASFDKYVAQERLEGDNKYQSEEHGLQDAKKGMLFIDFPPVLQLQLKRFEYDFVRDTMLKINDRY
EFPLQLDLDRDDGKYLSPDADRSVRNLYTLHRYKFEDERVTKEDMKRALEEQYGGEEELPHTNGLKNAPIRFTKHSNAYM
LVYIRESDKEKIICDLDDEDIPDHLKVRLRKEQEEKECKKKEKAEAHMFTALKVARDSDFKEQIGRHMHFDLVDFDKVNS
FRAPKNMSINDVKEELSKEFGIPVESQRFWVWAKRQNFTYRPSRPLTFLEETSAIGYLKDAIVAKLPNSEVRLFLEVHLG
QEENQGIASGKTKEDILIFFKLYDPEKEDLRYVGNFFVKASGKPSDIVERLNEIAGFPSDEDIELYEVRNIYNLYNLESI
*                                                                               
>Sbic_04g008750                                                                 
MLQPREADVPALFLVFIVLPVVAYFLLGRWHDAASKKARVSVLAHRAAEEAYREETMACPDIIPPGPSLRTMPYFRPAPS
LRQEYHECATCHAPAKTRCSRCKSVRYCSGKCQIVHWRQGHKETCQKWLGSGSSSFGGSSTEATEQMPFLTNLNSPLPGG
DIHLRDMNFDTLSEPSFPTTDGYNLDTDPFPADRSNMDRSNQGIHMSENGAVGVSFEKNNYNAADEIHSPEILSGNKVSN
NYFGSDAISGNGDATYPAKSNAHQPSSCAPDMRKQSKASITVYQPDTGVYLTSDMVSSCEGSYVSASEPLQRSLSSGRTI
GKANVVNKRPPHPSSKVVSAQKSQDRVSTSYQNDGHEKNPYNKNEQRSTPTCESSQPTSSNLQKFGASKVEVLKKPSKFL
KTSLVGLINDNKRNKVLFPYEDLVKFFQYEARGISPRGLFNCGNSCYANAVLQCLMCTKPLMIYLLLRLHSKDCSSKNWC
LMCELEQYASTLRESGGPLSPSRILSNLRNIGCRLGGGTQEDAHEFLRHLVMSMQAACLDGLGGEKHVEPSLQETTLIQQ



MFGGRLKSKVKCLRCYHESERYENIMDLTLEIHGWVESLQDALTQFTAPEDLDGDNMYKCGRCSAYVKARKQLSVHEVPN
ILTLVLKRFQSGKYGKINKCVTFPDMLDMVPFVTGSGDNPPLYFLYAVVVHVDTENASFSGHYISYVKDMQGTWLRIDDS
EVQVVSVNQVMSEGAYMLFYLRSFPRPPRIYIEKGLPVTSVKRHTSKSSKGSKHERKQTSANDQAYGVYDFRPDGEGYMQ
DHHAELRSRDFHHADDAFADSVSTDFSEATSSEWSLFTSSDESSFTTESTRDSFSVVDYGDNAGLDPISSIFGPSYAPEH
PPGNFVSCTRFSPSNPQTRYFSESTGFVSDSSMPAHPSGIVHRGRYPDRACASSAEPLASAHQRSGYGRYPLSRDGFVQT
SGFCQM*                                                                         
>Sbic_04g023700                                                                 
MAKLARSPTASPPAAAADRHRSAAGSGLRSLASAASGWFDRWAVMGSGLSKLERAFGDQFPEGERYFGLENFGNTCYCNS
VLQALYYCAPFREQLLEYYSKNRNLEDAEENLLTCLADLFSQISASKKKTGVIAPKRFIQMVRKLNEYFRGYMHQDAHEF
LNFLLNEIVDILEKESSSAKDSPGTTSPEKVSNGATVDEVRKEPLVTWVHKSFQGTLTNETRCLMCETITAKDETFFDLS
VDIEQNSSLTSCLKNFFSTETLNADDKFFCDKCCSLQEAEKRMKIKKVPQTLVIHLKRFKFIEQLNRNKKLSYRVVYPLE
LKLSSSSSDAVADCEYSLFAVVVHLGSGPNQGHYVAKIKSHDHWLSFDDDNVEMIPESTLQTFYGSSREYSGNTDHGYIL
FYERIGGNGDEKTDSSDGV*                                                            
>Sbic_04g031200                                                                 
MAEQDGAAGQSPPDSVPGGAAENGDQNTKQHQPFFSMCQPLRTVSYSNSWDGVCAPAANENNHTSGLNSMADEHTITAST
PLGSKQPQSEGISGTSYREDNSCSPHSINKEVSLVQDVMEMEQSMDGVDVPHGGTSEQPEPLATEQPDSFDEIDIWGAQD
NQQVLPLNSKQWNSNIGETCDAEDMHIPLSVSYRRQPKSVIIRMGSVLSVPLKNMLMNQFEELSSDFRPGQQEDAHEFLR
CLLDNLHKCTLDPKSKGKDSSFDEESIVKEIFGGQLRSHLSCCECGHSSETFEPFLDLSLEIDQVDHLVDALQSFTKVEH
IGDSENKLTCESCNAQVCKNKQLTLHRAPDVIAFHLKRFTTLDNSVEKIDKHVVYPLEVDLKPFYSNPDAAGELKYDLYG
VVEHSGLPNYGHYVCAIRSSPSTWQDILQVDSITDSSALNQEAYILFYVRQGKFPWFSSLLEGKDALQVENTRGTSPVSV
LENIDANCSNSSGGGSSSSSGDKLEKNEASQLEETEKDEMSRYKTPFLPEKPSKRSPLGASNSNNKIDENKPSRASLQND
AARCLRSLETTNLDKPSTPRCSKRLALSSDNESSVFEFEDFGLMFLLVSFIDEEVETLHPNMKLQPKVKKAKAASASKAV
KGPCIDQNALHLMRGMTSTRRKDLMECIKQQNAKHESRRCPASDPLDKKKRKVVLQY*                      
>Sbic_05g013830                                                                 
MLVPMLRNQDFMRLVVQSSVSTRTHSYHTDSSKFQLQLIDDSNTVIEKSNDAIRVPQSSLATVFFINWLKEDLKKIDTHH
LEYLPEVFMYGPPAKRTRGEALSLYACLDAFLREEPLVPEDMWYCPRCKEQRQASKKLDLWRLPEVLVIHLKRFSFSRST
KQKLETFVNFPIHDLDLTNYIANKKSSERQIYELYAVSNHYGNMASGHYTAHIKLVDENRWYNFDDSHVASIDEDEVKTA
AAYVLFYRRVREQDRARGTSNGSHLYAKRSHGYSHR*                                           
>Sbic_05g022390                                                                 
MTMVTPPTVEHEDEEMLVPAQEVAAADTDAAQPMEVVAQTEVVSTAESQPVEDPQTSRFTWTIENFTRFNGKKHYSEVFV
VGGFKWRVLIFPKGNNVDHFSMYLDVADSANLPYGWSRYAQFSLAVVNQIQPKYTIRKDTQHQFNARESDWGFTSFMPLS
DLYDASRGYLVNDTVVVEAEVAVRRMVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMP
SGSIPLALQSLFYKLQYSDSSVATKELTKSFGWDTYDSFMQHDVQELNRVLSEKLEDKMKGTVVEGTIEQLFEGHHINYI
ECINVEYKSNRKESFYDLQLDVKGCRDIYSSFDKYVEVERLEGDNKYHAENHGLQDAKKGVLFLDFPPVLQLQLKRFEYD
YMRDTMVKINDRYEFPLQLDLDRDDGKYLAPDADRSTRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSEQWYKFDDERVTK
EDAKKALEEQYGGEEELPQINPGFNNAPFKFTKYSNAYMLVYIRESDKEKIMCTVDEKDIAEHLRVRLKKEQEEKEHKKK
EKAEAHLYTIIKVARDEDLKEQIGKDMYFDLVDHEKVRNFRIQKQMPFSSFKEEVAKEYGIPVQFQRFWLWAKRQNHTYR
PNRPLTLHEETQSVGQLREVSNKAHNAELKLFLEVEVGLDLRPLPPPEKGKEDILLFFKLYNPEKEELRFMGRLFVKALG
KPSEILAKLNEMAGFSPDQEIELYEEIKFEPNVMCEIIDKKLTFRSSQLEDGDIVCFQKSPGAEYDAQVRYPDVPSFLEY
VHNRQVVHFRSLEKPKDDDFSLELSKLHTYDDVVERVARQLELDDPAKIRLTSHNCYSQQPKPQPVKYRVEHLLDMLIHY
NQTSDILYYEVLDIPLPELQFLKTLKVAFHHPTKDEVVIHSIRLPKNSTIADVINDLKTKVELSSPNAELRVLEVFYHKI
YKIFPLQEKIENINDQYWTLRAEEIPEEEKNIGPNDRLIHVYHFMKDINQTQQIQNFGDPFFLLIHEGETLAEVKKRIQS
KLQVSADEFSKWKFAFISMNRPDYLQDSDVISTRFQRREVYGAWEQYLGMEHTDTAPKRAYTVNQNRHSYEKPVKIYN* 
>Sbic_06g016730                                                                 
MGKFMHDNRLLSPSEVNRRQYSLAAVAVGLGLGVAGLCKALHSGLSIPWVSPRNLFLGSGRVYYVGGLRNLGNNCFLNVI
LQALASCGGFISFLDNLLATDGLLPEEKAVRMPLLLALSSLLEDLSIVRDERTVLNPHGVMHALSFYVSHFNLTRQQDAS
EAFLHLLISLRDEFSHCYVPHRSSLADITLSHSKVYKQREGNLPECKRWKQNLFGPFDGTIGSILSCRNCSSVVDSYASY
FVTVKLCLISYKQVTYCWFHSWMHFIPSTTRCIDIDTISSACPYLF*                                 
>Sbic_06g016735                                                                 
LSLDFENFHCLPLSPVLNTNGDITSGCSLVDCLKYFTVVEHLDNYRCDRCWHIIAAKYLSLKSEVDEEKVSKLHTCVDYG
TCSCRNMFPLEKMPCSPSSRATKQLIISQCPKILCIHLLRASVGLDGEPIKHQGHISFPLLLNLSPFAGGASGAGPLAMN
VQRDGQQALHLYRQLNMQANVDVSSSSSSSSPQPSMSKLYGLSAVVEHYGKCGGGHYAVYRRVASNPDPDDPGKPLAGLG
RRWFYISDGQVSEVSEEDVLCAEATLLFYERL*                                               
>Sbic_06g018520                                                                 
MVMGASGSKLEKALGDQFPEGERYFGLENFGNTCYCNSVLQALYFCIPFREQLLEYYANNKTPGDAEENLLTCLADLFMQ
ISQAKKKTGVIAPKRFVQRVKKQNELFRSYMHQDAHEFLNFLLNELVDILEKESSAAKDSPQLSSPEKAPNGPVQPLANG
VKKEPPVTLVHKNFQGILTNETRCLRCETVTARDETFLDLSVDIEQNSSITSCLKNFCSTETLNAEDKFFCDKCCSLQEA
QKRMKIKKAPHILVIHLKRFKYIEQLGRYKKLSYRVVFPMELKLSNTSDDVDTEYSLFAVVVHVGSGPNHGHYVSLVKSH
NHWLFFDDENVEMVEEQTLQTFFGSSHEYSGNTDHGYILFYEGLGGKS*                               
>Sbic_06g030580                                                                 
MSTPSAPPPCPHLAAHRLSSRPLRFLRRCLRVRPLGRPEIRRDPRELPRCSPCAAAAPSPTSRLYACLSCAAVFCPSHAA
SHASASAGPGHQIAVDVDRAELFCAACGDQVYDPDFDHAVFLAQSSSLLPSTSASSPSPSAALRKRRRVDYRAWAPDPAE



FALMSSADPTTSASAAAPAGLRGLNNLGNTCFMNSVLQALLHAPPLRNYFLGDRHNRFLCPRRTPVRHRATDADAARVAC
LACDLDEIYSAAFSGERMPYSPAKFLYSWWQHASNLASYEQQDAHEFFISILDHIHENIKDDQQKSHAQAQGHGDCCIAH
RVFSGILRSDVTCTSCGFTSTTFEPCMDISLDMDAGDNSSFGVANTKPHVRNGERGLAGMNSKVSTLMRCLERFTRSERL
DAEQKFFCEHCNERQESLKQMSIRRLPLVSCFHIKRFEHSSVKKVSRKVDHCLQFPFSLDMAPYLSSSILRSRYGNRIFP
AEASDADAVSEMSSEFEIFAVITHSGKLEAGHYVTYLRLNNHWYKCDDAWVTRVEEHTVRTSQAYMLFYVQKTLYYKACE
RAATV*                                                                          
>Sbic_07g023330                                                                 
MEEEAESSSSAAAALWLAVVALVVVPAVALLVRARWRRAAARREEVRRLARLAAEEAELAERESVLAYYSELFPGVVHAA
EVPVAPEWGPPPVVVVPGPAAQEEFDAQPQPQPPVGAKGVCAVCFKPTTFRCKQCKAVKYCSFKCQIAHWRQGHKDDCHP
PSVNTRPDDEGKAEQGRAAEENVSVGVKQVAEMNKPVVGSETSDAHHNLKSSNDKSKHMPSEAVCTSAEVPGGHQSNSTV
EISQNVPVPVNSSKMGSSIKHAFFVEDGSSTEDLNGVSPCKSQASPNINGHSSFANEEFCNHSKEHQRAKDASVVEDCSQ
TSNTREIEDSSIPQAVASVVLETKSSRTPINVELERSKTKPIRNDRIQSTKPVPSALTVDKATSVRGSCSVTPNPSKIAD
NLPDRSFKKPSDRSGSTANNLATSLKKMVRQQTAPKVVRHYPSESTLFPYELFVKLYGKVELNPFGLHNVGNSCYANAVL
QCLMFTRPLTTYLLEGLHSKNCSQKGWCFMCEFEKLIVEGKRRKTALSPTGILSHLHDIGSSLGPGKQEDAHEFLRYAID
AMQSVCMKEASKGGVIQSMEETTLVQLIFGGYLRSKIKCSRCHVSSEQCEPMLDLTVEIDGDISSLDEALERFTSTEVLD
GENKYHCSRCKSYERAKKKLTIEEAPNVLTIALKRYQSGKFGKISKAIRFPDTLNMGHYMNPDTDDISPVYSLYAVVVHH
DVMNAAFSGHYVCYVKDTQGKWFKADDSQVKPVSLDNVMSKCAYMLLYARCSPRAPSSVRQAMGDPAHPKKAKQKVVSGG
TTWRGGSLNRHQAGQQHRDQTADDLTHAFDEYRDVPYSPSDSPSPSESSSLFSNSDAGSHSTVSTDSSESTRNSTSTEEY
EYMFGAADQMYSGGSMGGAPVESDYPTYSRLRSSLNTSSSGREAYSADSSAEHRLQGGWVEGDESPSLLYTDRSNQQWSS
KLTDQYRQLDRSGHDPGETRGGVLSRRPSRDRTAQTFY*                                         
>Sbic_07g025785                                                                 
MGKTPPKEEAEGSPRNKAPRVDDAAPTTGSVASAPSPTGKTPPKGEEAEGSPRKKAPRLDDAALALARGASKPNPTGKSP
TKEEAEGSPPKRSRSPRSKSPRRQDKRPLAALPVPTVPESSELIVEGAGRCKCNHVMTDSAIEELSAIEELFPVFKSNDA
WTCYGCWDEDKKGIVKVRPEKRDLLICVTCYDHLCCGVGSIAYPFGHSRAHALKKKHWFAVLYCDPERGYCFKCNAEVPK
PVKFGAGDNKVGHQEIRDIVSPELLAPPASVGQTKAEVNPKKVKMTGKVQAESCPSVVGVDHANKLPRYESRSSDAQGYA
IRGIPNRGNTCYMSAVLQCLFVLGKLRERMLALDRPKSRLAKVLKKLFLEASAAGDLLNPNEVLECVRKDCAPQFGVGAM
EDSHDLLTALRELWNQGEENDSWQNDAPTVMDSIFGFVMARTLSCKKCGHLSPPVPYPFQDLSLGFPSNGHPTKSAALSQ
TNESPRSRNREIVVQLFPADVQRNLEKIQTVPASGYSDVIGSEVAVEETQKPLEVDSTKVQRISQRKDVQSPLLIQEGKS
VDSLTADSVSIQDLLLLFSEDHQVAWRCPNCTIDHEESSASQSKNGEQTVGSGNEDKTVVRDQIEQSDRTACHGKESECH
GGILPAEKQTDLLGTVKQSEQARTAYLLKDSKNVETDDVGDSSMIYRFTMLPPVLTLHLKRSRHDTVGSKISGHVRFMEY
LDVEQFMDPSFVDEGSTCYRLAGVVEHIGKDTLRSGHYIAYVRARRLGNQQEGSSCSSSWFRANDHCIGQVTLEQVLNSE
AYILFYERVEDQDISGMPEVAEDIENCWEMIQSDEIVNCNTNLK                                    
>Sbic_07g026450                                                                 
MGKTPPKKEAEGSPRNKARRVDDAAPTTGSVASAPSPTGKTPPKAEEAEGSPRKKAPRLDDAALATAPGASERKPTGKSP
PKGVAEGSPPKRSRSPRNKSPRRQDKWPAAALPLLTVPESSELIVEAAGRASDEKRCKCNHVITDSAIEKLIASLRSKDA
WTCYGCWHEFKKGIIRIRPEKSDLLICVTCYDHLCCGVGSIAYPFGHSRAHALKKKHWFAVLYCDPERGYCFKCNTEVPM
PVKFGDGDEVGLQEIRNIVSRKLLAAPPSVGQTEAVNPKKVEMTGKVQAESHPSGFGVDLADKWPSYGSRSSDSQGYAIR
GIPNRGNTCYMSAVLQCLFVLGKLRERMLALDRPKSRLVKVLKELFLEASAAGDLLNPNEVLECVSKDCAPRFRVGAMED
SHELLMALRDLWNQGEVNDNWQSHAPTAMDSIFRFKMLQTLSCKKCGYSSPTSVDLWDLKLDFPSKWHPTKSAASQQTSE
SPRSRKREIAGQLFPADVQRNLEKMQIVSGYSHVIGSEVTLEETQKPLEVDSTQAQHISQSKDVVQSRLQIQEGKSVDSR
TEDSMSIEEFLMLFSEEDQIVWKCTNCAKDHEEPSASQSKSGEQIVGSGNEDDVGDTNKILRFTMLPPVLTLHLNRTSHL
EGANGIKITRHVRFMEYLDVKPFMDPSFVDKGRTLYRLAGVVQHIDIGNGKRSLKSGHYIAYVRARRLGHQQEGSSCSSS
WFCADDSDIKQVTLEEVLNCEAYILFYERMEGEDISGIRRQN*                                     
>Sbic_07g026460                                                                 
MGDMRLRPWEADESSRSRDSKALRLDLLATTATVLGSRREDCPELTDNHHDDWCCDHVPTDSAHKDILSLSLLSDDAGIC
KDCSREEGASGQPKYHRILVCLECGRHSCGDLRSYLPYGHARDHARQEQHWVAALFDDPQTGLCFKCECERPVYPEPDDE
LGMIFNEIKADGSGHAFGFNMPCDLATELLNLRDAWQWHAAELISANAQEQGYAIKGMPNCGNTCYMNAMVQCLLALDKL
RARMLGPDPPPGDIGMALRELFVEVSTIDSAGGLLNPDKLLRIVRLYASKYEGYKMHDSYELLESLRNALQDEENGIETP
CRERGGDPTVVDSIFRGELFERRSCLYCQSASTFHGYFWDLSLSLPSKENLSKSLKSQQKKTATELLSVNMSNLGKINAK
SGDSHLLVSELNDLVVDKTSDHMEVDYAKEQHTWQSKDVIVHDPLCTEEPLYSAGFVPHSIFDAKVEQMIHMTIDSPYRE
DIGQPPPIALLKHDSWMTSCSYVDHNGKGIGDSNCILTIEDCLSLFFKEEVIERSCDCSKVPMDPSTNQSRKVKQIEVGT
NDGVATDRGHTEQSYMTTCPNRQSSELNSLFVECKSSYYRQQDGYDGESEIIQMADTNTIGANSRMSCGHKEIEYQDGVQ
EVACCFLSNEKQANLLTIQHNHNLIPPNQDLRKQVGLDLSANMLGDNQYEQKERSGRAIQKPHIMKLPPVLTLHLKRYIK
NGNEYHKNEAHVMFKEVLDVGRFMDSRSVDKNNTIYRLAAVVEHRGGPFMNVGHYVAYVRASKIRNQQQQSSNSSSWFCA
DDSNIREVTLEEVLKCQPYVLFYEMMENKDMSNIRYDNSLDCHPIQLDMLGC*                           
>Sbic_08g014950                                                                 
MQEIIRALGSNPSRDLRDSTDTPAGLTNLGATCYANSILQCLYMNISFRTGIFSLELEVLKKHPVLDQLSRLFAQLHSSK
MAFIDSAPFIKALELDNGVQQDSHEFLTLFLSLLEQSLSHSKVPGARTIVQHLFCGRVSHVTRCSSCGKDSAASSKMEDF
YELELNIKGLNTLEESLNDYFSEEALDGENQYFCESCQKRVDATRCIKLRSLPPVVNFQLKRYVFLPKTTTKKKISSTFS
FPRQLDLGKRLSNPSSSCTYDLAAILVHKGTGANSGHYVAHIKDESNGQWWEFDDETVSKLGVQPVWRKTWKGVK*    
>Sbic_08g015020                                                                 
MTMMTPPPLEQQQEDDEMLVPHQELPVAGPEAAPQPMEVVAQTEPANTAESQPPEDPQTSRFTWTIESFSRLNTKKHYSD



VFVVGGYKWRVLIFPKGNNVDHFSMYLDVADSGNLPYGWSRYAQFSLAVVNQIHPKYTIRKDTQHQFNARESDWGFTSFM
PLSDLYDPSRGYLVNDTVVVEAEVAVRRMVDYWTYDSKKETGFVGLKNQGATCYMNSLLQTLYHTPYFRKAVYHMPTTEN
DMPSGSIPLALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTVVEGTIEQLFEGHHI
NYIECINVDYKSSRKESFYDLQLDVKGCRDVYASFDKYVEVERLEGDNKYHAERYGLQDARKGVLFLDFPPVLQLQLKRF
EYDYMRDTMVKINDRYEFPLQLDLDRDNGKYLSPDADRSIRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFDDER
VTKEDTKKALEEQYGGEEELPQINPGFNNTPFKFTKYSNAYMLVYIRESDKEKIMCNVDEKDIAEHLRIRLKKEQEEKEH
KKKEKAEAHLYTIIKIARDEDLKEQIGKNIYFDLVDHEKVRSFRIQKQLPFTSFKEEVAKEFGIPVQFQRFWLWAKRQNH
TYRPNRPLTPHEEAQSVGQLREVSNKAHNAELKLFLEVELGPELCPIRPPEKSKEDILLFFKLYNAEKEELRFVGRLFVK
ALGKPSEILTKLNEMAGFSPNEEIELYEEIKFEPNVMCEHIDKKLTFRSSQLEDGDIICFQKAPVPDGDTQVRYPDVPSF
LEYVHNRQVVHFRSLDKPKEDDFSLELSKLHTYDDVVERVAHQLGLDDPSKIRLTSHNCYSQQPKPQPIRYRGVEHLLDM
LVHYNQTSDILYYEVLDIPLPELQCLKTLKVAFHHATKDEVVVHSIRLPRNSTISDVITDLKTKVELSNPDAELRLLEVF
YHKIYKIFPPHEKIENINDQYWTLRAEEIPEEEKNLGPHDRLIHVYHFMKDPNQNQQIQNFGDPFLMVIREGETSAEVME
RIQRKLRVPDEEFSKWKLAFISMNRPEYLQDTDVVSARFQRRDVYGAWEQYLGLEHTDTTSKRSYTANQNRHTYEKPVKI
YN*                                                                             
>Sbic_08g022020                                                                 
MPAPPDPPPLPAPAPDPDPSDPAAAPAPAAADEEEDDDRVFLVPLRWWKEAQEGSAIEAPGLPYTATPAGPASYGMRVLS
MFLSDQTYTLRRADELLEQTASASARSYALLPADLFAKARDWYIDSAKSAGKNVSPAGDSVNIYPIMLRVSATRGTYTLT
VKIGKKDNSTENFKRANKILTADSEPVHIWDFSGRTTYIVMNELNRSPHDSKSADQEMPLQIHIYDLSEPMVNGSDGKRD
ELALTLGGSSFSNGGTMNMDVDSSSGSSKQVGSGLTGLDNLGNTCFMNSAVQCLAHTSKLVDYFLGDFHKEINPHNPLGM
KGELACAFGDLLRKLWAIDRTPVAPRQFKSRLGRFAPQFSGFNQHDSQELLAFLLDGLHEDLNRVKCKPYSEAKDSDGRP
DEEVADEYWGNHLARNDSIIVDICQGQYKSTLVCPICKKVSVTFDPFMYLSLPLPTTTMRTMTITVFSTDGTSGPSPYTI
SVPKSGDTRTLINTLSNACSLRDDERLLVAEVYNNSLIRYLDEPSEVISLIRDGDRLVAYRLPKDNEDAPIVVFRNQRME
SSLANFGRKSWKTFGTPLVSSLPDTITGSTICNLFLKVMTPFRVSRDDVPAAVKTVGESSLVDEIADSNMSADASEPTTI
NNNSVEDETGTEDVMQFFLTNERFPDQRMKIEMDLSITVKDPHKRLHVAVCWEDNGLDQYDLDSLDSLPEVYKAVLFSRR
PQDTCSLYACLEAFIKEEPLGPEDMWYCPGCKEHQQASKKLDLWRLPEILIIHLKRCSYSRYTKYKLETFVDFPIHDLDL
SKYIGHRCQDVPHNYRLYAISNHYGSLGGGHYTAYVYHEGKKGWYDFDDRHVGPITEDSIKTSAAYVLFYRRIQEDSLDT
GTHIDSDIPT*                                                                     
>Sbic_09g025110                                                                 
MAPTAEPSSPPPQRRPRTGPPPGLKNLGNTCYLNSVLQCLASTPPLATFCLASRHSILCKKVFPNRDKECAFCVLELQIA
RLLRADAGALDSPAKVIRCMPLFAEHFRWGRQEDAHEFLRYVVDACHTAGLRIRKRLPAAGASGNCGEDGRAQAACLVMR
ETFGGALLSQVKCLVCKGESNKTDEIMDISLDLPGSSSVADALARFFQPEILEGANKYSCERCKKLTSARKQMFMLRAPK
VLVIQLKRFEGINGGKINRNIEFKEILGLSDCMYNKNKNQDPQPVYNLFGCIVHSGLSPESGHYYAYVKDSIGQWFCCND
SHVSLSSSQNVLSEKVYILFYILNSKTQKPSTNGYSSTAVKPFSTNGIGISSTSSSETSKIPLVKQNGICSTKDNVLMPL
KNGKTASGPLIKPIHFKNSAAEKVMSNGKVNLTSKINPEVNETAKSSESNGYKTGQFAGPIKNNADNTISCGERGQQSER
ILQDANGNGQPRTLQDANGNDQPGHHSQYLGGTSNGNAMPAQQETSNGNATPSQQETSNGNAMPTQQETSNGNATPAQQE
ISNGKASHAEQYSDQSSHANSSGNKRQFEEDKFQEMLAKSANSELRLSVWMDDVYNFMRSQKRRRIQSSDISQDFDTMRK
QLASDARIFRSKVPESLIDNLIKRLRSYFEGKYSPNA*                                          
>Sbic_10g005680                                                                 
MAEVSTAAAPEGVLHRRIEFHPARRPHASVAVGGGGFRMETLNPDAAGKAGAGAAVGSSEGEATRSEKADAGGIDPELSV
ARIYLGRIGAGLENLGNTCYLNSVLQCLTYTEPFAAYLQSGKHKSSCRASGFCALCALQNHVKTALESTGKIVTPFRIVK
NLRCISRTFRNSRQEDAHELMVNLLESMHKCCLPSGVPSESQSAYDKSLVHKIFGGRLRSQVKCTRCSHCSNKFDPFLDL
SLDIAKATTLVRALENFTEDELLDGGQKQYQCERCRQKVVAKKRFTIDKAPNVLTIHLKRFSPFNPREKIDKKVDFQPSL
DLKPFVSDSKGTDFKYSLYGVLVHTGWNTQSGHYYCFVRTSSGMWHNLDDNKVRQVREADVLKQKAYMLFYVRNSIGKSV
AHKENITANLPMKKTPEKISSLNGITQSSVKAQNLNGVSRFGDKAHNTIIGYSTIFSKTTTGHCSKNEVKAEDAPASQNN
ALPSRQAPGTQNDGGTLRTKPMQFDVNSQETASSHQPAPFTNTCGEQTVVGKPSQEMEPKAGAGKDTSVVSAIANGAATL
SKADKLTSQPQTTPFSEVAPHVNGTAAEFAARSLSKKDSVVSNGVVPGIGCLTSSEKARNFPESVDQANEISKALPMSQN
NIAPVIAQADCGVEISSGGIMQVAVAASCNGTTAKKVNVKSSKKLVRYPVVNMWLGSRQLLFTSRKPGKKAKHKRSRTVR
RVVGCKDAANVSCLNEQLTSTSATARSETVECTSSRQKRSHASARSKDDTQSSKNKQKVDGASVGAGTSAPSSSADIPKS
DPSSSIGAKLVAAQPVSIRATDLMEATVPCWDDVDVPNTKVAAGQHSKRKSIGYILDEWDEEYDKGKTKKVRKSKQDFGG
PNPFQEEADYISERRMKQKSYQGKSWNKPNTIEELRI*                                          
>Sbic_10g026010                                                                 
MALPACTTQCPTMEGFRLAVHVDLLAAVVGLVLFSAAVVAVRRAASRYFVVDAAGFAASYDDHHHDPMGNPQEQGAAAAD
LMGPCAACGGVASKKCSRCKRVRYCSQECQTNHWQSDHKFKCKQMKSLDPADKLSSGGEANNKKTSGFGRISLVPACKKI
SKGQVLFPYDEFLKLYNWKEFDFVPCGLMNCGNSCFANVVLQCLSCTRPLVSYLLGKDHSRECSMRHEDWCFLCELQCHI
HRASGSLHPFAPTNILSHLPNIGGNLGFGRQEDAHEFMRFAIDKMQSACLDEYGGEKAVDLSTQETTIIQHIFGGRLQSQ
VQCTACGMVSNRYDNMMDLTVEIQGDAESLEKCLDQFTAIEWLDGDNKYKCDGCNDYVKARKHLSVHQAPNILTITLKRF
QSGRFGKLNKRVTFPMELDLTPYTSCTDGSDLYDLYAVVVHLDMLNASFFGHYICYIKGYQGRWYKIDDCKVMVVDEEEV
HAQGAYMLLYSRRTARPKPLVTVDESVKQQQQCKLLPSNGQSHMILADATLNCESSLKTTEDPLRQDCESNNGSLHEMDI
KDQESDLDLCTSIEDDKFISNENLHIPGSHVLEDTRAPDSFAEQCEVQLGPPLEGGRITMSSVQFGSSTCKASSEHSFAE
QCEVPAPCIDSVDYMDLDTEAAAEVVLDDSVGRPNNNSEIPTANGMSGEPKPSFSSGFFDKPSRKRSSFAEEDSAGSPRK
LNGYCNGHLSSLEQGILANSGSEKCNGDTLATSSNGNCYAVNGDAQSRNDSLDADKGDVPFVSHGFEPRPYKVLSDSNNN
CSRTSNGKPKAYQGDMSFLPRGFLGRSSSRGISVKADDGLPFSNGASSSFGNGKSKSSNHSSSIGGLSPGFLTRHRRESI



ALGTSSDISMDTKSNGAAVMPEGAEEMVSDCTTNGSSFQIRASDHLDENGLAILHTKSNSCGQENDSNGTPSMNHDGSEH
GLRRRITSKFFEQDGIDAQ*                                                            
>Sbic_10g027800                                                                 
MGADEQPSPTRKRDREEEGEDLSDGGAAEKRPRAEGASLLGLATYEDEDEDEAARGHANGRRAVEPDEEEDDDEEDDVRR
APERRPRQAELRRDCPYLDTVNRQVLDFDFEKFCSISLSNLNVYACLVCGKYFQGRGLKSHAYTHSLEAGHHVFINLQTE
KAYCLPDGYEINDPSLEDIRHVLNPRFTKEQVLNLDKNKQWSRALDGSNYLPGMVGLNNIKETDFVNVTIQSLMRVTPLR
NFFLIPENYQHRKSPLVHRFGELTRKIWHARNFKGQVSPHEFLQAVMKASDKRFQIGVQSDPVEFMSWLLNTLHAKLKSS
KKKNRSIIHDCFQGELEVVKEVHRKHIMEKREDGDEPNGEAGSVVGTADGIVTETSKVPFLMLGLDLPPPPLFKDAMEKN
IIPQVPLFNILKKFDGETVTEVVRPSIARMRYRVTRLPKYLILHMRRFTKNNFFVEKNPTLVNFPVKNLELKDYIPLPKP
KENHKLRSKYDLIANIVHDGKPGEGCYRVFVQRKSEEAWYEMQDLHVTETLPQMVALSETYMQIYEQHE*          
>Osat_LOC_Os01g08200                                                            
MDLLRSHLHKVRIPEPGSRIHKDECCVSFDTPRSEGGLYVDMTSFLGFGREHVAWNYEKSGNPVYLHIVQRRKPEPDDEA
DRPLKKPTLLAIGVEGGFTDQEPEYDEAFEIVILPEFTSLPFPSIDLPEKVRIAVDKVILAESADRKQQLASWVADKKKV
SAHAMDLKQLDNGVIVPPTGWKCSKCDKTENLWLNLTDGMILCGRRLWDGSGGNNHAIEHYEQTKYPLAVKLGTITADLE
AADVFSYPEDDSVEDPLLAQHLSHFGIDFSSLQKTEMTTAERELDHNTNYDWNRIQESGKDAELLYGPGYTGLVNLGNSC
YMASVMQVMFSTHPFISRYFEKQSLKAAFAIAPADPTLDLNMQMTKLAHGMLSGKYSVPNQEGQEGIHPRMFKTVIAAKH
PEFSSMRQQDALDFFLHLIDQVDQANTGNHELNPFTGFKFFIEERLQCPSGKVSYNKRSDYILSLNIPLHEATNKEQLEA
FHEKKAAMDLDGKEVSNEEIVRPRVPLEACLASFSGAEEVPEFYSTALNSKTTAIKTAGFKTFPDYLVLQMRKFVMEAGW
VPKKLDVYVDVPDIIDISHMRSKGIQPGEELLPEGASGDNKAEPVHPVASEDIVSQLASMGFNYLHCQKAAISTSNTGVE
EAMNWLLSHMDDPDINDPISKDSQAAEQTVDETSVQTLVSFGFQEDVARKALAASGGNIERATDWIFSHPEAFSSVPTDS
STSNMEDDDAHIPDGSGRYKLMAFVSHMGTSTHCGHYVAHVLKDGRWVIFNDSKVAASVDLPKDMGYLYFFQRI*     
>Osat_LOC_Os01g36930                                                            
MPTVSVKWQKETFPGIEIDTSQPPVVFKTQLYTLTGVPPERQKIMVKGGILKDDADWSTLGVKDGQKLMMIGTADEIVKA
PEKGPVFVEDLPEEEQVVALGHSAGLYNLGNTCYMNSTLQCLHSVPELKSALLSYSDNVRGNGVDQASHNLTVATRNTFG
ELDQSVRPVAPLLFLQTLRKKYPQFAQQQNNVYMQQDAEECWTQLVYTLSQTLTSETSEPPAGQMKELFGIDLVSRVHCA
ESGEESLERESVYSLKCHISHDVNHLHEGLKHGLKSELEKASPSLGRTALYTRESRINELPRYLTVQFVRFFWKRESNQK
AKILRKVDYPLELDVYDFCSDELKQKLQAPRQMLRDAENAKFGLKAQGKASSSKENEGSSSNAGESSSMDIDKADSSVPK
KHLTGIYDLIAVLTHKGRSADSGHYVGWVKQDDGKWIEFDDDNPSIRKEEEILKLSGGGDWHMAYICLYKARVI*     
>Osat_LOC_Os01g48600                                                            
MKKLDLWRLPEVLVIHLKRFSYTQFTRNKLETIFFNVLITSKAGWFLQHEEGKGWYKFDDECVRPITEDSIKTPAAYVLF
YTRE*                                                                           
>Osat_LOC_Os01g56490                                                            
MTMVTPRAPELLQQDQDEEMLVPDQDVVVEGPQPMEDSGSTVENEQVPETSTSRFTWTIEDFSNHRKLYSDVFVVGGHKW
RVLVFPTGNSVQSLSMYLDIADANEQPHGWSKYAQFSLAVINQLDSKYSLRKEAAHHFSTRESDWGFTSFMHLGDLYDPT
KGYIVNDKCIIEAEVAVRKIVDFWNYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDTPCGSIPL
ALQSLFCKLQHSDNSVSTKELTKSFGWDTVDSFLQHDVQELNRVLCEKLENKMKGTTVEGTIQQLFEGHHMNYIECINVD
YKSTRKESFYDLALDVKGCSDVYASFDKYVEVERLEGDNKYQSEKHGLQDAKKGMLFIDFPPVLQVQLKRFEYDFVRDTM
VKINDRYEFPLQLDLDKDDGKYLSPEADRRVRNLYTLHSVLVHSGGGHGGHYYAFIRPALSDIWYKFDDERVTKEDMKRA
LEEQYGGEEELPHTNPGLNTTPLRFTKHSNAYMLVYIRESDREKIICNLDENDIPEHLKIRLRKENEEREYKKKEKAEAH
MFTALKVARDSDFAEQIGKHIYFDLVDYDNIQSLRAPKHLTINQAKVDLSKEFGIPVQSQRFWLWAKRQNHTFRPVRPLT
LQEEASSIGHLTDPSNKSLNSELKLFLEVALGQENHPISVPPKTKDDILIFFKLYDPEKEELRYVGKLLVKASGKPADIV
QKLQEMAGFQSDEDIELYEEVMFEPSVMCEPININDSFLSSQLEDGDIICYQKRCSPEKLDHYRCADVPSFFEYIQNRQV
VHFRLLENPKDDDFTLELSKRFTYDDVVEKVANQLGLDDPSKLRLTQHLPYSQMPKSHYIKYRGLDHLSDMLRNGNQMSD
ILYYEILDIPLPVLQDLITLRVAFYHATNNEVSSHFIRLPKGSTMSDLIEDMKSKVELSYSDAEFRLFEVYKNKIRKVYQ
PSEKISVNEFNGLLCVEEVPEEEKNAGVRDRLVHVCHFIIEKQHIDYYGEPFFFLIRDGETLSDIKVRIQKKLLVSDEQF
AKWKFAYIAHNRLAGEYFQDSDIVLSRFQKDVYGPWEQCLGLEHSDVTPKRSCLSNQNRNSFDKAVKIFN*         
>Osat_LOC_Os02g14730                                                            
MLQPRESDVPVLFVVFIVLPVIAYFLLGRWHDAVSKKARVSVLAQRAAEETFKVETMATPDVILPGPSLRPMPYMRSAPS
ARPEYHECATCHGPAKTRCSRCKSVRYCSGKCQIIHWRQGHKQTCQQWNGFGTSSSGGLPPTENTEQMPFLSNLNSPLRG
SDVHLHDMDFDTMSEPSFVTTDSYNLDTSPFLSDRSNMNKPNQFLHTSENGAAIGSYEKNDYSIDGEVPSSEILSGNKGL
NNSSGSGENCGNRDVIYPLNSVVHQPNNYAPEIRKRPKASITVYESDKGVYLTSDMISSGEGPYASAAESLQRSNSSGNV
TGKGNMIHKKPPYPSGSTKTAVSTNSSLQGCNGISKAGASKVEALKKPSKFLKTSLVGLINDNKRSKVLFPYEDLVKFFQ
YEVRGISPRGLFNCGNSCYANAVLQCLMCTKPLMIYLLLRLHSKDCCSKNWCLMCELEQYASTLRESGGPVSPSRILSNL
RNIGCRLGGGSQEDAHEFLRHLVMSMQGACLDGLGGEKQVEASLQETTLIQQMFGGRLKSKVKCLRCYHESERYENIMDL
TLEIHGWVESLQDALTQFTAPEDLDGENMYKCGRCSAYVKARKQLSVHEVPNILTVVLKRFQTGKYGKINKCVTFPDMLD
MVPFVTGAGDNPPLYFLYAVVVHVDTENASFSGHYISYVKDMQGTWLRIDDSEVQAVSLNQVMSEGAYMLFYMRSFPRPP
KIYIEKGLSSVPTCSKRHSSKSSKGSKQDLNHTESLFASSDQTYGIYDFRPDNGYIQDQHAALRTRNFYHTDDAFADSIS
TDFSDATSSEWSLFTSSDESSFTTESTRDSFSVVDYGDNAGLDPISSIFGPYYAQDHPPGSFASCTRLSPSNPQTRFLTH
GTLKGGIPALELQGNICNSPKISAKAE*                                                    
>Osat_LOC_Os02g36400                                                            
MARTARLLAAEDPPPPPAAAAERPRPAAAGSGLRSLSSAASGLWDRLSVLGAGVSKLEKALGDHFPEGARYFGLENFGNT
CYCNSVLQALYHCIPFREQLLEYYATYKNTEDSEDNLLTCLADLFSQITLAKKRTGVLAPKRFVQRVRKQNELFRSYMHQ



DAHEFWNFLVNDIIDILEEDCRTANSSPETTPEEVSNGAANALANGARERPLVTLVHRTFQGILTNETKCLMCDTITAKD
ETFFDLSIDVEQNSSLTSCLKSFFSTEILNGEDKFFCDKCSSLQEAHKRMKIKKAPHVLVIHLKRFKYVEQLSRHKKLSY
RVVYPLELKLGSMSEDADCEYSLFAVVVHVGSSPNHGHYVSQIKSHGNWLSFDDDTVQISEESTLQTFYGSSREHCGGNT
DHGYILFYERLGGKS*                                                                
>Osat_LOC_Os02g46650                                                            
MADQNGAAAVSEAEAAPVQVETGAESGDAESEQYQPFFSMCQPIRSVSYSNSWDMSNLDSMDDKYMLSAPWPENEQPQSE
NDMDLLDGDTNMQSEPLSTEQPSSNACDPVICLMVHTISLELKYLIQLFYINCDNQDEIDIWDGKTKQDSSSLLDSKLCN
SGSGAEPCNMEGQQFSLSFSRNTQSQLVMIKMVSVHSVLLKNILMNQSEDYPELSSDFRPGQQEDAHEFLRCLLDNLDKC
TTDPKPKDKPSSFDEESIVKQVFGGRLKSKLTCCECGHCSETYEPFLDLSLEIDQADNLIDALESFTKLERIGDAEDKLN
CEHCNAKVCKNKQLMLDRSPDVVAIHLKRFTSLDRSVEKIDKHVVYPLELDLKPFHCDPDINKELKYDLYGVVEHSGSPS
YGHYVCSVRSSPSTWHLMNDSHVDLISEASALNQEGYILFYIRQGKFQWFSSLLEQKDDLHPENTSGASPVSVLENIDVD
CPTSSGEATNSSGDKLEKDETSQCKTSFLEEPAKGCPIDGINKADLKDEIVPCISSHHDCVANRCPGSAADITNLDRPST
PSPKRKRFFSDDNEFNVFEFEDFGDEDETPLLGNLKFTSKAKKAKVESASKSTKGPCIDKNVTRLVRSMPSTRRKGIVDC
LSQLNAEQDSGSCPRSHPLGKKKLGIPVPIKW*                                               
>Osat_LOC_Os02g55180                                                            
MMGEAEEGLMHRRIEFHAARRPPRAVEGAGGRFWVEILSPDADKAAVVAAARSEGLVRGLEKGEGSGGGIDPELRVARMY
LRRIGAGLQNFGNTCYLNSVLQCLTYTEPFVAYLQSGEHMSSCRTIGFCALCALQRHVNSALQSTGKILRPVHIVRNLRC
ISRSFRISRQEDAHELMVSLLESMHKCCLPSGVPSGSPSAYEKSLVHRIFGGLLRSQVRCTTCSHCSNKFDPFLDLSLEI
ANAATLVKALQHFTAEELLDGGEKQYNCEHCRQKVVAKKRFMIEKAPSVLTIHLKRFSPFNPRHKIDKKVQFQPTLNLKP
YVSNPEGMEFKYSLYGVLVHAGWNTQSGHYYCFVRTSSGIWHNLDDNKVYQVREADVLRQKAYMLFYVRDRTRSSVMYSD
NCTVNLSVNKMISEKITCMNGSIKKDTVETKTLRVPSLVKEDVNLKKQNSENGQSSNISNAPQDQCSKSHSNTEVLEAAA
SPNNDPASTQKASCIRPDTAAVNLPMKTEQTAPDNRREITSPAQADVSVLHNASFNQKLYEKQLQEHQLETDDALTDSRK
DAPAALCTYGVGDGLLGRNGQSSEPHIGPCPAALPIHNGGEGLLGANGQASEAHSGPCSSAFPIHNGGEGLLGASGQSSE
PHTGPCPAALPIHDGGQGLLGPNGQASEPHTDSCPAAFPIHSGGEGLLGANGQASELHTDPCPAAFPIHSGGEGLLGANG
QASEPHTDPCPAAFPIHSAGEGLLGANGQDSEHRTGPIPAAFPVWNGTGVILEKYGQVSGPADPFCKPTPTISDTVSIAQ
IIPTEHAAVSNGTVSSSDDLTGNTEANESSEFVKNYGEQVMVRDLSAETSGDRANADEQTSMQNNTLEVGKDVAKDTDNV
ANAEEQVLNHPLAEQVKSEKQIYPGISTTLICSEDTTQLIDKDTGSGKLNKKMNCKSKRQVKYPAVRMFFGPKQLLLASV
KLHKKRKHKRSKKHHALSVHIESIITDQQTSTSETVFSKIISHKSRGQKRSCASASSEDGTQLFNKKQHIEGTTNSVPMD
NNDTKLASADSNDAKLASAELPSSCTNSLVNQTDSRNNVNANERGPWHFNLLTRGLREITVPRWDDTEIKNTKETEILHP
RTRSIGYVLDEWDEEYDRGKRKKIRKPKHGFSGPNPFQETANIRSRQRMRLQSDQTKSGNQPLRI*MMGEAEEGLMHRRI
EFHAARRPPRAVEGAGGRFWVEILSPDADKAAVVAAARSEGLVRGLEKGEGSGGGIDPELRVARMYLRRIGAGLQNFGNT
CYLNSVLQCLTYTEPFVAYLQSGEHMSSCRTIGFCALCALQRHVNSALQSTGKILRPVHIVRNLRCISRSFRISRQEDAH
ELMVSLLESMHKCCLPSGVPSGSPSAYEKSLVHRIFGGLLRSQVRCTTCSHCSNKFDPFLDLSLEIANAATLVKALQHFT
AEELLDGGEKQYNCEHCRQKVVAKKRFMIEKAPSVLTIHLKRFSPFNPRHKIDKKVQFQPTLNLKPYVSNPEGMEFKYSL
YGVLVHAGWNTQSGHYYCFVRTSSGIWHNLDDNKVYQVREADVLRQKAYMLFYVRDRTRSSVMYSDNCTVNLSVNKMISE
KITCMNGSIKKDTVETKTLRVPSLVKEDVNLKKQNSENGQSSNISNAPQDQCSKSHSNTEVLEAAASPNNDPASTQKASC
IRPDTAAVNLPMKTEQTAPDNRREITSPAQADVSVLHNASFNQKLYEKQLQEHQLETDDALTDSRKDAPAALCTYGVGDG
LLGRNGQSSEPHIGPCPAALPIHNGGEGLLGANGQASEAHSGPCSSAFPIHNGGEGLLGASGQSSEPHTGPCPAALPIHD
GGQGLLGPNGQASEPHTDSCPAAFPIHSGGEGLLGANGQASEPHTDPCPAAFPIHSAGEGLLGANGQDSEHRTGPIPAAF
PVWNGTGVILEKYGQVSGPADPFCKPTPTISDTVSIAQIIPTEYLVVMI*                              
>Osat_LOC_Os03g06950                                                            
MGRKKRTLNTAAAAANPTPPSPPAAGHPDAAAADGGAAVRAVCEKALAALQRGNHAKALRVVKDAVGKHGEGSPLLLRAQ
GTVLARYAAVLDEPVSRARHQRLALEAARKAVELAPDSIELAHFHAMLLYEIASDTTGYEAASSECNRGMAIQSPTDPAP
HSLRLPAPDVEQVKAELSNLLQRSNMTSISLWVKNMNMGYTPEDKVRVFPIRRGGADDSSEVRLLPAAPAPRRPNEIKKA
NKTPEERRKEIEVRLAAMRLMEQQKHNATSASSSTSQSQSPGDEAPSSSCQSSVSGHRADRRKGGSRKAAASPVSGRMNQ
VREFWATVPMDRRLAFLSTSISELKSHYATAMHKEKDAASLVSDVLNEAIRFATRSGKWEFLVCGRCEEHFADAESHVHH
AMEEHVGVLPPRLNDVVPEEIDDAWAEKLTGSTWRPVDATAALKILEEELADNVGSDRDKDSMSSDIWSTKDKSDTSDSS
TSPHNEECESFGAVTREGDRKWPLSDDEERANILERIHSLFKILVKHKNLSLSHLNKVLHITMEELRKMHSASLLLNHSL
DESPLCICFLDVSSLRKVLKFLQELMQASGLNDRNTDKDEEVADKDSFPKNRSNLEKVTLDSDSSLLILDGQAFEMRSDR
DNVVADPFLSWLYTGPSVEEQLLDWNHMLDVRSDQCTHILHELEKEFSALQNSYEQKHDQLSSEEGLLAVDSLLCEEQRR
RDDVDPYPFQGYEELLKKRQEQLELNAEELFSGCRSELHAISTILREVKTAPFRYDETFSGMTSNHRDYDGTEEDEWGFY
DFEHSNDSVVQLVVSRLKEHVAMELNKIDARIMRISAVIEQLKLKLGPASVLDYRTIILPLLKSFLRTHLEELVDKDARE
RSDAASEAFLAELALDAKRNANKVSDTKQSHDKSKDKKKVKDSRKSKDLKDLSWSDQYLVRPDSVDEETSEQSLSTSDNY
LNDQEEFRNRLRLEAEERKLEETLEYQRWIEEEAKKKHLAEQHRRTSPGSDGSACLRTDVNLNGDQDKHHCAQNNSHTHL
EGINFGDFRFSEVPLQEEHSILRSCDSDLLQTKEKNHNEVHNGLGYPGTRPIASSDVDLIKPTVKVNGVWKNVEYTKATL
KANGVGKNAENTKVPTIPSTQKSRRSTSQAHKKYIQGVTGTFPVDDGDDDTRPSIRQSGSPVSRWSSSGKAVDTANHSYQ
DTKQNQLPLLSYSHRVHGAHSAGRENSSSEKVDSSAIPSTNLYIEDDKRFKADLERAVLQSLGTSNEKEVYGTGLKNAAG
EYNCFLNVIIQSLWHLKRFRDGFLKTSSLHKHVEDPCAVCALYDIFTDLSKASEEQGEAVAPTSLRIALSKSYPNSKFFQ
EGQMNDASEVLGVIFECLHKSYTSRADCQVKSHEINYIGSWDCASSSCIAHCLFGMDILERMNCQSCRLESRRLKYTSFF
HNINASSLRTAKDMFPDHSFDDLLKIVIMNDHLACDPEDVLGWQNNKESVDDISGTLAGISTEIDISTFYRGLDQGSKHS
LVSVVCYYGQHYHCFAFEDGQWVMYDDQTVKVVGNWDDVLVMCKKGHLQPQVLFFEAAK*                    
>Osat_LOC_Os03g09080                                                            



MGAASSRLEKALGEQFPEGERYFGLENFGNTCYCNSVLQALYFCVPFREQLLEYYANNKSTGDVEDNMLTCLADLFSQIS
NQKKKTGVIAPKRFIQRLKKQNEIFRSYMHQDAHEFLNFLLNELVDILEKESKVVAEPCENSSLKKNSNGPINVQLNGTK
KEPVPTLVHKCFQGILTNETRCLRCETVTDRDETFFDLSLDIEQNSSITSCLKNFSSTETLNAEDKFFCDKCCSLQEAQK
RMKIKKPPNILVIHLKRFKYIEQLGRYKKLSYRVVFPLELKLINTVDNSDLEYSLFAVLVHVGSGPNHGHYISLVKSHNH
WLFFDDENVEMTDESMVQTFFGSAQEFSGNTDNGYILFYESLAEKS*                                 
>Osat_LOC_Os03g09260                                                            
MSRPNTRNKSKRPRADDCESPSAVFKKIHSTGAITKGDIKQLYMVWKPVCHGCHGNSKDSPNCFCGLIPAANGVRKSGLW
QRTNEIIRALGPNPSTDLRDSTETPAGLTNLGATCYANSILQCLYMNTSFRLGIFSLEPDILKMHPVLDQLARLFAQLHS
SKMAFIDSAPFIKTLELDNGVQQDSHEFLTLFLSLLEGSLSHSKVPGARTIVQHLFRGSVSHVTRCSSCGRDSEASSKME
DFYELELNIKGLNNLEQSLDDYLSTEALDGENQYFCESCQKRVDATRCIKLRSLPPVVNFQLKRYVFLPKV*        
>Osat_LOC_Os04g34984                                                            
MGKSEHGNLLVSLSDGLPHYSLAAAVGLAIGVAGLCKALHSSLVIPPVSQKKLLSNSDRLYYTGGLKNLGNNCFLNVILQ
ALASCDGFVSSLDNLLGSEDVLPEEKSEKMPLIFALSSLIKDLSVVRDKRTELSPHRVMDALSFYVGHFNLTREQDASEA
FHHLLTSLRDEFSRCYVPNRSSLADITMFPSKVYSQREGNQPECKRWKQNLFGPFDGTIGSILSCRNCSSVLSLDFENFY
CLPLSPVATINGDIINGCSLVDCLEHFTALEHLDNYRCDHCWHNVAAKYLSLKSEVDEEKINKLHTCVDYGTCSCRHIFT
PEEMTCSISSQATKQLAITHFPKILCIHLLRASVGLDGEFVKRGGHISFPLLLDLSPFAGGALIPGQGPKPSAMNKQRHG
QQTLHLWRQLNAEMPVNMFPAATDGDSSSHHCGDESINTLGRSFYVGNRDADSRFLSSSSLTDKLYGLSSVVEHYGVCGG
GHYAAYRRVTPNSDSNEPVQSLASFRKEWLYVSDDHVSHVSECEVLAAEATLLFYERL*MKEKACLFNCCFIFLKKNITC
DAPSFKFYTCKTSFSWLLIKFLLLVYELYLNVVDLSVVRDKRTELSPHRVMDALSFYVGHFNLTREQDASEAFHHLLTSL
RDEFSRCYVPNRSSLADITMFPSKVYSQREGNQPECKRWKQNLFGPFDGTIGSILSCRNCSSVLSLDFENFYCLPLSPVA
TINGDIINGCSLVDCLEHFTALEHLDNYRCDHCWHNVAAKYLSLKSEVDEEKINKLHTCVDYGTCSCRHIFTPEEMTCSI
SSQATKQLAITHFPKILCIHLLRASVGLDGEFVKRGGHISFPLLLDLSPFAGGALIPGQGPKPSAMNKQRHGQQTLHLWR
QLNAEMPVNMFPAATDGDSSSHHCGDESINTLGRSFYGCR*                                       
>Osat_LOC_Os04g37950                                                            
MVMGASGSKLEKALGDQFPEGERYFGLENFGNTCYCNSVLQALYFCIPFREKLLEYYANNKTPGDAEENLLTCLADLFMQ
VSQSKKKTGVIAPKRFVQRVKKQNELFRSYMHQDAHEFLNFLLNELVDILEKESNAAKDSPQSSSPEKVPNGPVQPLANG
VRKEPPVTLVHKNFQGILTNETRCLRCETVTARDETFFDLSVDIEQNSSITSCLKNFCSTETLNAEDKFFCDKCCSLQEA
QKRMKIKKAPHILVIHLKRFKYIEQLGRYKKLSYRVVFPMELKLSTSDDVDTEYSLFAVVVHVGSGPNHGHYVSLVKSHN
HWLFFDDENVEMVEESTLQTFFGSSHEYSGNTDHGYILFYEGLGGKS*                                
>Osat_LOC_Os04g55360                                                            
MNSVLQALLHAPPLRNYFLGDRHNRYLCPRQTPMRRRSAEANDKAACLACDLDEIYSAAFSGERTPYSPAKFLYSWWQHA
SNLASYEQQDAHEFFISILDHIHENIKDDQHKSLAQGHGDCCIAHRVFSGILRSDVTCTHCGFTSTTFEPCMDISLDLDA
GYNNSLGVANPKVHVRNGERSSGGTNTKVSTLMRCLERFTRAERLDAEQKFFCERCKERQESLKQMSIRRLPLVSCFHIK
RFEHSSVKKMSRKVDHCLQFPFSLDMAPYLSSSILRSRFGNRIFPSEASDADSVSEFSSEFEIFAVIMHSGKLEAGHYVT
YLRLNNHWYKCDDAWVTRVEEHTVRTSQAYMLFYVQKTLYYKACERATAV*                             
>Osat_LOC_Os05g43480                                                            
MAPAVQPPPSPPPPRRPRSGPPPGLKNLGNTCYLNSVLQCLASTPPLATFCLSFRHSNLCKKVLPNKDKECVFCVVERQI
SRLLRTEAGALDSPAKIIRCLPLFAEHFRWGRQEDAHEFLRYIIDACHTAGLRIRKRLPASNANGDAGEEEVRVQGPYMV
MKETFGGALLSQVKCLTCKGESNKTDEIMDISLDLPGSNSVADALARFFQPEILEGSNKYSCERCKKLTSARKQLFVLRA
PKVLVIQLKRFEGINGGKINRNIEFKETLFLSDFMYNKNQDSLPVYNLFGSIVHSGFSPDSGHYYAYVKDAIGRWYCCND
SHISPSSSQDVLSEKVYILFYILSTKTQKPSTNGYSSSAAKSSNSNGNGISNATSNEPLKIPLVKQNGLCSSKGIAPPPL
KNGKIAPGMHLKPIHLKNNGTGKVSSNGKASIIPGNKLEVSEGLTLPAVNGRDSGKYAEPGKMNANGSVSCNKTDVNSQR
VLPNTNGNGNPIHFSDLQETIDAKATCAEQYSEKSSIASLEDSKNPVSCHEMSAVIVKDVVSSGKDSSSLKHHLEEGKFK
EMLAESASSELHLSGWVDDVRNFMHTIKRRRLQNTGTPQDSDTMRKELISESGRIFRSKIPESLREHLIQALRSYYQDKF
SLGG*                                                                           
>Osat_LOC_Os06g08530                                                            
MAEVEVAAAAAAAEGVLHRRIEFHLARRSHSVVAVGGGGFRMETLNPDAGDRAAAGAAQGVGVAAGGEGEARRAEKGEVV
GGGLDPELSVARIYLGRIGAGLQNLGNTCYLNSVLQCLTYTEPFAAYLQSGKHKSSCRTAGFCALCALQNHVKTALQSTG
KIVTPSQIVKNLRCISRSFRNSRQEDAHELMVNLLESMHKCCLPSGVPSESPSAYEKSLVHKIFGGRLRSQVKCTQCSHC
SNKFDPFLDLSLDIGKATSLVRALQNFTAEELLDGGEKQYQCQRCRKKVVAKKKFTIDKAPYVLTIHLKRFSPFNPREKI
DKKVDFQPMLDLKPFISDSKGADFKYSLYGVLVHAGWNTQSGHYYCFVRTSSGMWHNLDDNQVRQVREADVLRQKAYMLF
YVRDRVGNPTPRKDNITANMPARRTIPEKISGLSDMIQSGVIEAKLNGSSSPYGDKRLHGISNGNSIKTSREHYLKKDGK
TEAPKASENNGLASTQKASAPQIDGATLSAQSKQITSTGHREVSSSDRSASLTHVIVNQAVAMVPSQELQPKVDGLTDTS
SLGNGNAILSERNKQTSQHQNPFSMPASHGKDTGAGLAAQTFPTKDAIVSNGVVPSSRDPISSEKVCGLQKSIKQDDKTV
KELPISENNIVSGLERVNARKQTSSEVSMKVAAADSCNSNTPKRVDLKSKKLVRYPVMNMWLGPRQVMLGSLKVQKKKKC
NRTRRRSVVCEDMANATCSGNNTSEQQASTSTTTSSETVQCTPRGRKRAYDSDSPKNNNQKQNKQDVIGADTGSGELNMD
KRNVISETAASAELPKLGPGSSANQEHSRNNVHAKLGVPRHFTVLTRDLAEVTVPCWDDVAVSNAEARESKHSESKSIGY
VLDEWDEEYDRGKTKKIRNSKEDYGGPNPFQEEANYISQRNMKQRTYQPKSWKKHAHVRR*MAEVEVAAAAAAAEGVLHR
RIEFHLARRSHSVVAVGGGGFRMETLNPDAGDRAAAGAAQGVGVAAGGEGEARRAEKGEVVGGGLDPELSVARIYLGRIG
AGLQNLGNTCYLNSVLQCLTYTEPFAAYLQSGKHKSSCRTAGFCALCALQNHVKTALQSTGKIVTPSQIVKNLRCISRSF
RNSRQEDAHELMVNLLESMHKCCLPSGVPSESPSAYEKSLVHKIFGGRLRSQVKCTQCSHCSNKFDPFLDLSLDIGKATS
LVRALQNFTAEELLDGGEKQYQCQRCRKKVVAKKKFTIDKAPYVLTIHLKRFSPFNPREKIDKKVDFQPMLDLKPFISDS



KGADFKYSLYGVLVHAGWNTQSGHYYCFVRTSSGMWHNLDDNQVRQVREADVLRQKAYMLFYVRDRVGNPTPRKDNITAN
MPARRTIPEKISGLSDMIQSGVIEAKLNGSSSPYGDKRLHGISNGNSIKTSREHYLKKDGKTEAPKASENNGLASTQKAS
APQIDGATLSAQSKQITSTGHREELQPKVDGLTDTSSLGNGNAILSERNKQTSQHQNPFSMPASHGKDTGAGLAAQTFPT
KDAIVSNGVVPSSRDPISSEKVCGLQKSIKQDDKTVKELPISENNIVSGLERVNARKQTSSEVSMKVAAADSCNSNTPKR
VDLKSKKLVRYPVMNMWLGPRQVMLGSLKVQKKKKCNRTRRRSVVCEDMANATCSGNNTSEQQASTSTTTSSETVQCTPR
GRKRAYDSDSPKNNNQKQNKQDVIGADTGSGELNMDKRNVISETAASAELPKLGPGSSANQEHSRNNVHAKLGVPRHFTV
LTRDLAEVTVPCWDDVAVSNAEARESKHSESKSIGYVLDEWDEEYDRGKTKKIRNSKEDYGGPNPFQEEANYISQRNMKQ
RTYQPKSWKKHAHVRR*                                                               
>Osat_LOC_Os06g44380                                                            
MLGGGLGGGGGGGGAGGLGLDLSAVIQAAVVGLVLFSAAVVAVRRAASRYFVVDAAGFAASSYDDHHHPHHHLVMTPRGE
EQQRQQGGGAAQGAQAAASGGGEPCAACGYIATKKCSGCKRVRYCSQGCQSKHWQSGHKFKCKQMKKSSPADKLSGGGEE
DRNKLSGFGPISLVPARRKLNKVIFPYDEFLKLCNWRDLDYLPCGLLNCGNSCFANVVLQCLSCTRPLAAYLLGMDHSRE
CYKRHEDWCFLCELQCHIQRASESMHPFAPKNILSHLPNIGGNLGFGRQEDAHEFMRFAIDKMQSACLDEFGGEKAVDPS
TQETTLIQHIFGGRLQSQVQCTACGMVSNRYENMMDLTVEIHGDADSLEECLDKFTAVEWLDGDNKYKCDGCSDYVKAQK
RLTVYQAPNILTITLKRFQSGRFGKLNKRVTFPMKLDLTPYMSSTDGSDQYDLYAVVVHLDMLNASFFGHYICYIKNYRG
RWYKIDDCKVMAVDEEEVHAQGAYMLLYSRRTARPRPLIAVEELMKQQQQLKVCPLNGQNHLIQEDVPLEGVPSLKPSED
LEVDFESNNKSLHTMDREPDLDFHVSFDRDKFTNNDIMHPPVSTVSHALDENTRGDSGFPLEESNTMGSVQFGNSTYETS
LVHSPAEQCEEPASCIDSVDYMEIDTEAGVKVERWSRPALGDSVGVMGNGTLVPALENGLAGKPIPGFPDKPSRINSFFA
EGCQTGDNGAGSSQELNGHCNGEPSCPEQGVLTNGGNTPSPSTQCYENKFATSTNGNYSIGNGDTLSSSNSLHAGKQNAG
FTYNGFNPKPYKEPSGSNTYLNNTCNGKPSEDNHNKCAPNLPAKDCQGGMPFLHRGFLLRPCSRGNPGKCDDGLSISNGT
SSSFVSSNSKSSNISSSRNGEGGTPFLSPSFRTNHCRESAAMDTSASSVHDLKTSYNISLEQKSIGAAVPSDLIKESWGE
DGTTFGTVYQQRATSVDNVSSRHDENGHVILGANNSSYGGENGSNNGILDMNSSSSQRDAASSTMMASEKGIGPKTADQV
NYISDALEHDGLRRRLTSNFPDQNGIDAQ*                                                  
>Osat_LOC_Os07g06610                                                            
MATAATAQASASSSTASTRGSPAASSSSHSAVCLVPFRWWARVREEAPPEGGVRYAATAAASPSSYYGLRLLHSFLHPDL
VLRLERGGCRGTGAGAGGRSYALVPADELSRVLARQNSSLALHNKHSFAEDSAGAYPLVLRISVRETSILTVKISKKDNP
VENYKRAYKIFNIDSQPVHVWDFSGQTNLILMNEWNRSNHDCCHSELENILEVQVYAMSDSLTSKIGGTSKEYTEQSSAD
VNDMDVDLSYGSFGRSSSHGLIGLENLGNTCFMNSSIQCLAHTSKLVDYFLGDYDRDINRTNPLGLNGELALAFGELLRR
LWNTERKPVSPHHFKAKIACFAPQFSGFNQHDSQELLAFLLDGLHEDLNQVKCKPYEEAKDASGRPDKEVADEYWSNHLA
RNDSVIVDTYHGQYKSTLTCPTCSKTSVTFDPFMYLSLPVPSTAKRTMTVTVFSTDGSIEPISYDVTVPQFGSLNDLVQA
LSSACSLGDDEILLITEVYNNRILRYLEEPSDSVSLLRDGDKLAAFRLPRKYEKSPVVVFTHQYFDERSSIDNITPQMKE
FEAPLLAVLPERANGLTLKNIYLKLLEPLRFSKSTSSLNDSGRCNSGCAAVMMDATPDSDSKFQSAPSENAPESSQSETI
ECQMTEGPSESNIGDTTDSDREAHMEEFEFYLINGRGEFQQTRIQTDEVDLQTTPNRLLINVHWQQNAVGQYDTSMLKSL
PEIHKLELIPKGNEDSVALHGCLEAFLKEEPLGPEDMWYCPCCKKHQQAMKKLDLWRLPEVLVIHLKRFSYTQFTRNKLE
TFVDFPISDLDLSSYIIDKSELSDCHYRLYAISNHYGNMGGGHYTASIYHEEGKGWYKFDDECVRPITEDSIKTPAAYVL
FYRRE*                                                                          
>Osat_LOC_Os07g06950                                                            
MYLDVADSAVLPYGWTRYAQFSLSVVNQMHNKFTIRKETQHQFSARESDWGFTSFMPLGDLYNPSRGYLVNDTCIVEAEV
AVCKVVDYWSYDSKKETGYVGLKNQVDSACQAVYHMPTTENDMPSGSIPLALQSLFYKLQYNDSSVSTKELTKSFGWDMH
DSFMQHDVQELNRVLSEKLEDKMKKGILLWQVIVLSHHGHYVQTCPFDLIGVHSNADLQLDVKGCQDVYASFDKYVEVER
LEGDNKYHAEQYGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTMVKINDRYEFPIQLDLDRDDGKYLSPDADRNVRNL
YTLHSVLVHSGGVHGGHYYAFIRPTLSDQWFKFDDERVTKEDAKRALEEQYGGEEELPQTNPGLNNTPFKFTKYSNAYML
VYIRESDKDKIICNVDEKDIAEHLRIRLEKDREEKERRKKEKAEAHLYTIIKVARDDDLTTQIGKDIYFDLVDHDKVPSF
RIQKQMPFTQFKEEVAKEFGIPTQFQRFWLWAKRQNHTYRPNRPLTPQEETHTVGQLKEAANKAHNAELKLFLEVELGLD
LKPLPLPDKTREDILLFFKLYDPEKEQLRYVGRLFVKASGKPQDILPKLRKMAGFSQDEEIELYEEIKFEPNVMCEYIDN
RLLFRACQLEDGDIVCFQKSPKPDTADQYRYPDVPSFLVYIRNRQVVHFRSLEKPKEDDFCLEMSKAFTYDEVVEKVAQK
LGVDDPTKIRLTSHNCYSQQPKPQPIKYRGVERLLDMLIHYNQTSDILYYEVLDIPLPELQALKTLKVTYHHGTKDEVSV
HSIRLPKNSTVGDVLNDIKSKVELSHPNAELRLLEVFYHKIYKIFAPNEKIENINDQYWTLRAEEVPEEEKNLGPFDRLI
HVYHFTKDTQNQTQVQNFGEPFFMVIREDETLSSIKERIQKKLKVPDEDFSKWKFAYISLGRPDYFEDSDTVASRFQRNM
YGAWEQYLGLEHPDTAPRKTHNANQNRHSFERPVKIYN*                                         
>Osat_LOC_Os07g46660                                                            
MSGGGGSSSSDDQILLFGSFTEAETKLWQPNANKTRELSEIQFGSLNFSALNLSKESNSITQGAVYPAKLSDGQNKIIIT
KDIACSNKKETVAPTLPNGKPVLFNGSPTANANVSPNNGVIENNQKAVAAVLTSVPAKNVSSPAPLSVPEVDHDGIERNQ
NSSLVPEITENGGPAIDTPTTAAPVDELVTSLNKKDFRNKPLLPHGLKNTGNICFLNSSLQALLSCWPFVQLLQNLRNQN
IPKAGYPTLNAFIEFISQFDVLDDSNVKKDEKFATIASKSVIPSMFDTVLRNFTPDVPAGTASRPRQEDAQEFLSFAMDR
MHDELVKLNGNGSNSKEGMIVSSNDDDAWETVGKKNKSAIMRSQSFVPSELTAIFGGQLQSCVKATGNKASVTVQPFRLI
HLDIFPDAVQKLDDALRLFAAPESLEGYRTAAGKAGLVTARKSVKIHSLSKIMILHLKRFSYGSHGCTKLFKPIHFPLEL
VLSRDLLSSPSSEHMQSRRYELVATITHLGANPSRGHYTADAKSASGQWLRFDDDNVTPVSLNKVLHDQAYVLFYKQL*M
SGGGGSSSSDDQILLFGSFTEAETKLWQPNANKTRELSEIQFGSLNFSALNLSKESNSITQGAVYPAKLSDGQNKIIITK
DIACSNKKETVAPTLPNGKPVLFNGSPTANANVSPNNGVIENNQKAVAAVLTSVPAKNVSSPAPLSVPEVDHDGIERNQN
SSLVPEITENGGPAIDTPTTAAPVDELVTSLNKKDFRNKPLLPHGLKNTGNICFLNSSLQALLSCWPFVQLLQNLRNQNI
PKAGYPTLNAFIEFISQFDVLDDSNVKKDEKFATIASKSVIPSMFDTVLRNFTPDVPAGTASRPRQEDAQEFLSFAMDRM



HDELVKLNGNGSNSKEGMIVSSNDDDAWETVGKKNKSAIMRSQSFVPSELTAIFGGQLQSCVKATGNKASVTVQPFRLIH
LDIFPDAVQKLDDALRLFAAPESLEGYRTAAGKAGLVTARKSVKIHSLSKIMILHLKRFSYGSHGCTKLFKPIHFPLELV
LSRDLLSSPSSESRRYELVATITHLGANPSRGHYTADAKSASGQWLRFDDDNVTPVSLNKVLHDQAYVLFYKQL*     
>Osat_LOC_Os08g37350                                                            
MAEAAGSSSSSSASAVVVAVVIAVVVVVWVVVRRKVRRAAARREEVLRLTRLAQEESEMAEVECARAYYSELFPSVVHAT
EMVDEAAWGAPPAVVPAQAEAEAEMEARAQPQPQPPVGAKGVCAVCFRPTTFRCKQCKAVKYCSFKCQIAHWRQGHKNEC
RPPSTDANHDDVAELSVAKERKIEQTSASEENIAETNTAATVKNLNDKTKDMPSEVLASVEVPDDDHSVSAVKLPQSSSQ
VASLGSRKTESNMKPTTPVENGSYTKDLDEALVCRFQPSPPKISGSGSLINKESLIDSKKHQDCSQTSNSKKYADNNNAQ
AALPVAVEPKTSRTALHVEVGHSKTKAAGSDNIGVSKMVPSVLTVDKVSPVPGGRSVTPNSSKRADNIAERNSKPSEKSI
STANSLATSLKKIVRQQTAPKVVRHYPSEPTHFPYELFIKLYEKVELQPFGLHNLGNSCYANAVLQCLMFTRPLTSYLLG
GLHSKNCSKKEWCFMCEFEKLVGEGRQGKIALSPTGILSHLPDIGSSFGPGKQEDAHEFLRYAIDAMQSVCMKEARKSGT
HRLHEETTLMQLIFGGYLRSKIRCTRCDATSEQHERILDLTVEIDGDISSLEGALERFTSTEVLDGDNKYKCSRCKSHER
AKKKLTISEAPNVLTIALKRYQSGKFGKINKAIRFPETLNLQRYMSPKADDTSPVYSLYAVVVHHDIMNAAFSGHYVCYV
KDTHGKWYKTDDSQVKPVSLENVMSKCAYMLLYARCSPRAPSSVRPALMAQDPARVKKDKARVNSGRWHGGGPIHQGGQM
YADHMTDDLPHTYDEFGHGPYSPAESPSPSESSSIFTSSDTGSHSTDSSESTRNSTSEDMERLIFGDQVSYFDGSMFGHG
ENGRMTYSRSKSSLGTSSSGQEVDQYRPDEHRLQGAREGWNQGDESSSLYTNQSKHQFSSKLTEQYRRRLDGTEHDPGEA
NSVLLRRSARERTAQTFY*                                                             
>Osat_LOC_Os08g41530                                                            
MDEEKASKGRPLNAPCLDLDLNLDLFAAAVPDPGCGDTASPEASKPEEKASKGRPLKAPRLDLDLNLLAPAVPDPGCGDL
ALPGASKPGEKAAATTSNTDEELCAHFVRFEEDMVQFISKLRSSKFAARCEHYLCENKVEKSSILVCIDCSLPFCIGDGT
MDKPQGHARWHADLEQHCVAALFSKPDTLYCFICERCLNMEVDDTESESDRTECRHLLDEEDVTLIVSEVTTSKNIPACQ
HPGCKINGRTRIMVCTGCNKHFCTRAEAKKKPHGHARLHARKFEHHWVGLWYSDPYKGYCFKCEFDLTLSAPTVEQGMVF
GKELFGQESGLVKGHGCVIRGMPNLGNTCYINALLQCLFVLGKLRARMLAPDAPSYILGYELKELFQEVNNVDNAQLQLN
PTKFFACIRVLDARFISSDMQDSHELLCFLLNELDKEEKSMVPPVSPTVVDSIFRVQLSATISCSHCSYNSVSHEVMYEL
SVPLPSERPPPKSIASPPRDISCMSREKTGIKLFPEVDTSNTEIVKAIAEGSVSHIASLELGDVDKEKTSEPLDGDSVEV
EQRSPSKADDLGQNDNAGFENTSGEPQVSIEAKKNACSVEGASEDKGKAQFSNMAYGKAKDNDSLASIEECLALFFKEEL
LEWRCDNCSGVSHHLSTTGSKDGEQIMASTNENTIIDRDQTVQLDKVARQSEQSKNLESLALECTSSKQPHGSDSERKAM
LAMDSITEGINTLPPVKHTYSLRSRGRPPSHNKITSGMIHGEQDLASDNIANKKTDCHERVQEAVSSCLPAEEPDDLLSG
QENTSSLDQGKWKQVKVDHSADQVDAKQKERENRNQGGIQTRVINKLPPVLAIHLKRSKETGKVRGHVNFEEILDVGQFM
DPSSEDKDNSSYHLVGVIEHIGPSTSSGHMVAYVRPNQEQPDGGTSPWYRASDTDIRQVSLEEVLKCEASLFFYERIGG*
>Osat_LOC_Os08g41540                                                            
MDDDKASKGRPLKSPRKDLDPLAAATPDPGCGETAPPEVSKPKEKAAAPTSNTEEGLCPHLERFEEDMAMFVSRLMASKF
TPSCQRLMCDSKVDKSSIMVCIDCSLPFCIGDGTMNKPQGHAQEHAQFYAHLEKHCVAALFSKPDTLYCFICERCLNLEM
SDMEAESDSSSDQVGCEHFVLDEEEITLIVSEIFASKNVPACQHPGCTITGNTHIMVCTGCNKHFCTRAEAMKKPYGHAR
LHAQKCEHHWVGLWYSNPYMGYCFKCEFEWILGAPNAERGMVFGKEAFDQESGLAKRHGCVIRGIPNLGNTCYVNALLQC
LFVLEKLRARMLASDAPSGFVGSALKELFQEVNSVNNAQRPLNPTKFLDRVRMLNAQFAGSDMEDSYELLCFVQNQLEKE
EKSMIPAVSTTVVDSIFRVQLSATISCRRCSYNSVSHEVMYDLSVPLPSRNISCMSREKIGIKLFPKVDMSNTEIVHAIA
EGRDSHITGLDLGDVDKEKPSEPLEVDSVEVEQHSQSKDGVHVPSQIQKDEVPGEIIQAPTKADDLGKNYNAGLEYTPSE
PEVSIEAKKNVCSVEGSAEDKGKAQFSNMAYGKAKDNNSLASIEECLELHFEAEMVEWKCENCSEIARRRSTTSGKDSEQ
MMASTSENKIVDGDQTEQSDKIACQSEQSSNLDSGEQDLASDNTANKKNECHEGVQEVVPSCLAAEELANQLSGQGQNAS
SLDQVKLDHSADQVGPNQKEREDRYQGGIQTRFINKLPPVFAIHLKRSQLTGKVRGHVSFEEILDVGQFMDPSSEDKDNS
SYHLVGVIEHIGPSTRSGHMVAYVRPNQEQPHGGPSPWYCASDTNIRQVSLEEVLKCEASLFFYERIGG*          
>Osat_LOC_Os08g41550                                                            
MEEEKSAMETGKGMSPQYAVAPESGCGDTAPPDEVSSPEQKAAAASTSNTEGRVCPHFDPFQDGVLKFISELRSYSYDCA
PRCDHYLCENKVEKSSILVCIDCDLHFCIGDGTMNKPQGHARWHADLEEHCVGALLGEPETLYFFICERLLDLDVSNMQR
GDFSCGKEEIDRIESDVSSSKNAVVCHHHSFDTENIVIIKDFVESEKGDPMCDNETCLTTGEHHMMVCSECKGYFCIEPA
TKAKPQGHIREHALLQEHWVAVWHNDLYVGYCFECEDSLVIGGEEGKEGLAVNAEAGSHASGSSDGHGCVIRGISNQGNT
CLNALLRCLLVLGKLRARMFGPNAPLGILGTILRGLFVDANSVRHAPGPLNRALLLACVRRFDSWLIGTSIHDSHELLCC
LRNRLNEEDKIIRPPNKQQGAPSSVAPTVIDSIFGSELSVTTSCKRCSFKSYSCDVFYDLSVPLPPKGAPSNSVASPPQN
ERPISQCKICVLSEGGDSQIPASELEDTVMVKTSDPLEVGKFMCLCA*                                
>Osat_LOC_Os08g41560                                                            
MTRRRSRPRRFGAIPAYSGAMEEEKRARAAERDRAIVRSPRKGKAPRIEPLDADDSGWGGDASLEVYREAAAVATRGGAG
GGGERCEHMTCSEHDVAEIVSKIASWGDPVCQDETCMCTERHLMMVCVECDMHFCIGRFAKKSKPRGHIEEHAFDDGHPV
ALWYEDPYTGYCFECEDPLTIGGEEGDKGMKVKGEEGCRASGSDSGHGCVIGASGSGSGHGCAIRGIPNFGNTCYLNAVL
QCLLVLGKLRARMSGPDAPPPSGMLGIILHDLFVATESVSYTRDLLDPVMLLGCVRHYKSEFQGNTMQDSHELLCCLRDS
LIEEESKTRPDNMQQDAPSAVVPTVIDSIFRGQLFVTTLCKYCSFESVSQGSQDAFYDLCVALPLQNERCISQQKIAIEQ
FPTIDKTNTEKIHAISGGSDPQVPASELGDMVMVKTSEPLVVGKFMCSCT*                             
>Osat_LOC_Os08g41580                                                            
MYSEKKKARARDGDGDRDAAERRRKGKAPCLEPPPTPPRAMAAAAAAEAGPSRGGCVPSRNPLKDPGDCEAVAIRDTDGE
DCGHFSCDMDEIADIEMGMAARGDPMCEHETCLATGSNLMMVCPECGWCFCVGGLAHRAKPLGHIREHAYRRAHWVALRC
EDPCEGYCFECEDSLAIESQMVADDGAGGGEEGYGCVVTGMPNLGNTCYLNALLQCLLVLGKLRARILGPGAPSGVLGDL
LHDLFVGTNGPSYARRLLDPAMLLRCVRFRYPQFRGIAMQDCHELLCCLRDGLDEDERKWRAGKMQQGAPSAVAPTVIDS



IFAGQLSVTLSCKCCSFKSDSEEVFHDLSMPLPPKGTPARSVASPPRNGRCISQQKTHMELFPAINKTNTEKIHAISEGG
DAQVPASESEHMVMVKTSEPLEVGKFMCSCA*                                                
>Osat_LOC_Os08g41610                                                            
MLDSADSTKVEQIFHSKDAVCRPLQTQKDKVQGETVDFLPQNMLPDVKVEEMDLTKTDAHVPEDIGPSLRKENAWIESGS
DVGKNVSAVLDDVFSEPEVSSEAKTDTFSVEVRKSRSSDISCDNAQGINSLASIDKYLELHFEAEMVEWTCESCSKVAQK
PGINLGKYSNPMMSSTNEDITVDGDQSELSEKITCRSEQSNGRPECHEGVQEAEPSCIPAEKQANLLSGQDQNASILSEE
RGEQVKLHHGAHQVEENQNEQKDWNKGGIKKHFISKLPPVLVIHLMRSLLGPHKVIGHVRFKEILDMGLFMDPSSEDKDN
LSYRLVGVVEHRGLGNDAGHFLAYVRASPRQETSGSSSWFRASDDSIREVSLEEVLKCEAYLLFYERMEN*         
>Osat_LOC_Os08g41620                                                            
MDDEKRPRVGDTAESPRKSPRLVHRIPTTTDQAESGVGLKSLLGLIKNNPSKELDDPNAASLGVIDVEKKAARPGDTAAT
ALDVNDWWEKVVALQWMASVGGDCRARRCRHVLYGEDDINLAIALIKTCDDTPMCNADNCGNTEGREISACLDCESRFCT
THGKWHASVNKHWVALVYKKPHVAYCFACEECYFIRTEHFGVVMDNEDDYFISLREEDEKGMRVDNVAGDHASGSVIGHA
CPIKGIPNLGNTCYLNSLLQCLLVLGRLRAGILGLDAPLGLLGSSLRSLFDDADSVNNAGGLLDPEKLLACVRMLNPEFK
GNGMHDSQEALCILRTGLDKEERAMKLSNMQAGAPSAVAPTVIDSIFGGQLSVTSSCKHCSVRSLSHDVFHDLSVPLPQE
SPAKSDELSPWTKGRRSPRKIRINLLSAIDKHKSDNEKTQSPASELEDVFLVKRSKPLKVDSTKVEQISHSMDAGGPLQT
RKDKVQGKVVDVLPRIPEDPASPSFVSPLSEEKNDSAVQPEVSTEAKMTASSAKVTTKDKGKTQISDVVYDKAHDINSLA
SIEKCLELYLETEIEWTCENCSKVLKKPGIMSSTKEDTTAGDQSEQLEKSAHQVEENQNEQKDKNECPIQTRLIRKLPPV
LTIHLMRYLEDLTKVIGHVSFKEILDVGQFMDPSSEDRDNSRYRLVGFVEHLGPSMYAGHYVAYVRPSPPQQTNGSSSWF
RASDTDITEVSLEEVLKREAYLLFYERIEG*                                                 
>Osat_LOC_Os08g41630                                                            
MAEFSSAKCCMKSRRTPEATWCDFGVMNEEKRARVGDTAETPRKSPRLDRPAAAAAAAAPLTSNGVMGEKKKKNATRDVS
DWCWWGKAAALLSGGDRRTRRCRHVLCEQADIDVAITLIKTRVDTPVCCVNKCDDTEGREISVCLDCQLSFCTAHGKPHV
FMNDHWIALVYKRPNVAHCFACEECYFIRTDSLGEGMAVGENGFSIGTHKKDEKGMTTVNNEAGVHASMVSDYESALMVA
LLSDVGTPRCRHDMYNKDEVDLVQRRIMFCDITRMCSDCDNISVLMIFVCLGCEKPFCTVHSSLHAESTKHLVGLVYHNP
YVACCFLCSETFVLIGEGDKRMPVDKAAGGYASESVIGHAHAIKGIPNLGNTCYLNSLMQCLLVLGKLRARMLGPDAPSG
TLGTALHDLFEQTYSVNNATGLLETSLLLDCVCNLDPQFVGGFMHDNHELLCCLRKNLDEEERMRTPPNMQDSSAGAVPP
TVFNSIFGGQLFVTRSCKCCSFCSVSHAVFYDLSVPVPPKKPPAKSVESTPWIEGHRSQPKICINQFEAIHKRNTEKTHR
IVEDADSDPASELKDMVMVKTSEPLEVDYTEVEQISQSKDYVQDPQNVLADVKTAGMDATTTDTRIPEYIGPHPPVSQLR
EENAQLESCNDVGKDGNAILEVSSEHKIDTFSAEVTTEDKGKTCRYRLSSIDYECLELHFKAEMIEWTCENCSKGARKSD
VTEGTYSEQMLSSTNEDTAVGGYQREQSEKITCQSEQSNKKPECPEGVQDAVPHCVPAERQDNLLSSQDQNATTLDEGRG
KQKLHHSAHQVEECQNEQKDRNKGATQTRISKLPLVLTIHLMRSLLGPDKVMGHVSFKEILDMGLFMDPSSVDKDNSIYR
LASVIEHHGHGKDSGHFVAYVRQSRPQQTNGSSSWFWASDTDIREVPLEEVLKCEAYLLFYERMEG*             
>Osat_LOC_Os09g17480                                                            
MAKITPNVTVATSTDPIPRSDKRHIARDPDAGTASVIAGGSAAKIAVGSGSGSPADLCRRSARPSTPPAACQPEPPAPTP
KAPNTSTALVIAGGGAAKIAVGAGGGAASIRYCPCCKKHQQAMKKLDLWRLPEVLVIHLKRFSYTQFTRNKLETIFFNVL
ITSKAGWFLQHEGKGWYKFDDECLCFMDQENISMMISDSVLSPELCCLTNDRRLLLPSVLFGLIALDKYSDISQEHLFCL
HISQDQIRLDGHQSFMCNSMLIAIVINKNNKKKSELSDCHYRFLLNPSIRSCVKPFSSRSPFQCSIHLSINKPEDGQRWR
ERRRRRGQGKRQRRRGAEKVTRPGETDGDGGGEGGGGGQRRRGWRRRRGRGRRMATEEVEKVARPGEATTLERKEMPMAL
EGKEMPMALDVISIGPKTKPLHK*                                                        
>Osat_LOC_Os09g24250                                                            
MAADDLSSPARKRGRDEEEEEEEEVIDGEAAQKRARGEDPEGGALLGLANYEEDEEDEEAAAAAGRRRANGRHEEEEEED
DDDDEVDNDVRRAPERRPRQVELRRDCPYLDTVNRQVLDFDFEKFCSISLSNLNVYACLVCGKYYQGRGLKSHAYTHSLE
AGHHVFINLQTEKAYCLPDGYEINDPSLEDIRHVLNPRFTTEQVRNLDRNKQWSRALDGSNYLPGMVGLNNIKETDFVNV
TIQSLMRITPLRNFFLIPENYRHSKSPLVHRFGELTRKIWHARNFKGQVSPHEFLQAVMKASDKRFQIGVQSDPVEFMSW
LLNTMHSKLKSRKRNRSIIHDCFQGELEVVKEFHKKHIVEKKEDGDEQNGDAGSDIVTETSRVPFLMLGLDLPPPPLFKD
AMEKNIIPQVPLFNILKKFDGETVTEVVRPSIARMRYRVIRLPKYLILHMRRFTKNNFFVEKNPTLVNFPVKNLELKDYI
PLPKPKDSEKLRSKYDLIANVVHDGKPGEGCYRVFVQRKSEEAWYEMQDLHVTETLPQMVALSEAYMQIYEQHE*     
>Osat_LOC_Os09g28940                                                            
MASAALSLAVAVVAVAVAAVVAVARGALRRAAARREEVRRLARLAAVEAEVAEREAYCYARGRGGVAGAPLWTVPEVASP
REDEEEEEEEEAAAVELEMPAARQAEAAAAAAAVKGVCVISYNFLCMRILLFDSDTFKCQISHWRQGHKDECHPPRVDAR
PDNITVVSSVKKGVGMYNSFEQSVKSSVEPAVEVNKSVAAVPELSEANLVSDGVDNERKKMRGQKASITAKVSEDVLDNN
RIRSVDSSRLPTSGKACNIQDATVNENFSKTSAGSSSSRVERSTTSEPELNHSNKQASGTDNLKSSRGLPSVSTVGTISS
IHGSEKEAAMPNNRSLVKNIPRQQAAAKVVRHYPSEMTLFPYEHFVKLYNFDKVELRPFGLVNLGNSCYANAVLQCLAFT
RPLTAYLTEGLHSRNCNLILSQNCVTYHGSKKEWCFMCEFEKLILEGRRGKSHLSPTGILSHLRDIGSSFGPGREEDAHE
FLRYAIDTMQSASMKEAKKNGVYGLPEETTLVQLIFGGYLRSKIKCTMCQGSSEQCERILDLTVEIDGDINTLEEALHRF
TSTEILDGDNRYNCSRCKSYERAKKKLTISEAPNILTIALKRYQSGNFGKINKAVRFTEYLNLSNYMSTADDISPVYQLY
AVVVHHDVMNAAFSGHYVCYVKDTQGKWHKMDDSQVKPVSLEKVLSKCAYMLFYARCSPRAPNSVRKMILAQDSSCTKKA
KQMVDPGPPSLEGGSYLSRHQGGQSCRDHIVYDLTYTFGGSSYTVVESPSPSDSSSLFSNSDAGSTSTFSSDSTDSTRNS
TSMEEYDYIFGSSDQMYPVSTVVIPEEHELSYSRQRSSLNPSTSSQYVDQAAEVEMLHQHQHQAGRGGWDEGDVMPFFYS
NQGKHHDSSRSSNISSSNRKLTEQRRTIGEVDHGPGEGHGSVLLRRAARERIAQAIY*                      
>Osat_LOC_Os09g32740                                                            
MGKRVKAKAKNPRKAQQQQEPTAAAPSDAGSGDAAAAAAQDSGNSTEEAAAAAAAAASASGREQCGHYGGDSARLDKVLL



EIMTSKHFASCEHCRDDAPRKKGGGKEKGGKQQQKKKGGGTKGSAAKAKVEKSDMWVCLDCGRHFCGGEVDVTKPYGHAR
RHAKQDRHWWAARFDDPTVAFCLSCEKEVSIEMPRIETVAAVPTEVAGAADRDLGLVNSHGSVIRGLPNLGNTCFFNAVM
QSLLALDRLRSKMLGPDVPTGALLMSLKKLFMETSASNDVGGALSPKNLFSNICSKYPQFRGFQMQDSHELLRCFLDGLH
TEENEARKLADEASSATIPTIVDSIFGGQLSSTVSSTECTHSSVKHDQFLDLSLPVPSRRPPAKSVSSPPAKRNKQSLRD
RNKNRRYGKISTRVTPTIEVSNKEKIQTVAEGNNSLIPGSESGQVVSEKEPEPSECSESCASVPNLEQTGTSNVEDGTCW
LDYIDDADEAKSEILDSADSIEAGQIWEDKGVTYGPFLPQDDALSKEQVLGSEHSGENPIDDATSSQPVILLPYKEFGST
ANEMDGTTENSQKPEDAVAPPAVSPLPEDNAQPASVGDGDQDDYVGLGDMFNEPEVTSEVKKEIGTVEDIDVMAWSSNSA
EDEVDDSNAPVSVEGCLALFTEPELLSEPWHCELCSDSIACPNTNDGKDDEMATSVNERKDGEEMMAGGDETQDGDKLIA
NCTEKEGIDQIMATDGCSDNLNSDMNSKEGGCANSSLVGADNSVDANFPENGKVALLKTGSSLVDTTEQADSKAYRREIR
DLNNSAVEYTSSSKQPHDSAQHKDEHNVDVASEETTAPECSCDNESASCSTTNKNEAECGVGAEEIVTSSLPSETQRILP
GEKDNEDVVTRNHGRRKRMKMVGKAHQGQDNQNEQKENGKKVFRSAMRRILISKAPPVLTINLNRFSQDSHGRFKKLKGH
VHFKETLDVRPFMDPRSKENDNTTYRLVGVVEHLGTMAAGHYVAYVRTGKIGGRQQRSTGSKSWFYASDAQVREASLEEV
LNCEAYILFYERVGD*                                                                
>Osat_LOC_Os09g37580                                                            
MRRGASQAQQRKDAEAAEQLDRLMREASSPRKEAREALLLDRSRRHDEAIARVDELAAKHPESAAVAHLAGLLHYHATSR
AMAAKDRQGVEAHCNTARDFYIKAKRLAPNCVEIAVRLALARLRCFNDGEAEPEIERALAIPFPTDPAENNVAYDNALGT
TSSRDRVEKARRVALARRPEILSYVRNRSIPGDVRTVLDYADSDGVAKAVKPAKEVALRYPYSARAHLIYAYIRLKFAQG
MAPGIDNRTFLSRILADLDKVASQFKTSLVLAMFRAKLSFLLGMYIPMTVECIRASTMEWPADPWDDDVPVKSVLGEKPE
DRVASIRKEFGRLQKKLDVVAIDHMQSLTIEERDSVLSVGLNSMLQHYTNEKIDEATKIVSEALSFVQKSGSWRYWICPY
CVGKKIPNTDALLQHMRNKHPEGSVWPKLLSVLDPNLISDTSRGDHFSDDMTVYKDSEEQYVFHFKRILPPAVTDQRPFS
EIRENKCTEGIKILEKIKLKLKNAPADILSTKFNEACAEIRDLWHDFLEISVLDFRVVILPHVMVFIWERFLQRMSEKAA
SESVNAADIGVVFPYVDTPDIDEILPNVDDALDNSAADNDAICPNVPDASDSDAANIDEILPNVNDALDNNSADNDAICP
NVPDAPDSDAANIDEILPNVDDALDDNSADNDAICPNVPDASDSNAANIDAIHPNVVDASSSNASNTDAVCHGIDDAQGR
DAAVCPNVDDAPENNADDMDAVIPDTADAPENNADDIDAVIPNTADAPENNTDDMDAVIPNIADAPENNADDMDAVIPNT
ADAPDRNSDIKDGSNLSHANKVQEDEANQKPENTTLSCSDGTSTDVIDKQSDAHVKDEDYGATVNENESNSPTEMVEYGN
ELDATPGKFDHSTEEIASISCYQKSIDDLKKNNADEDLYFLNVIIQLLWNLRHFRNEFLRGRSTFDIVHEDLCIAEKLYR
IFSAWEKNEHSKTVLLLTDVKTTLCGIVNDSNMFQTVKLGAICQLQAGRNFASEIMAIILRSLDKFENSVCVGSMRIVLD
APCRHCVWYTLGLFGTRLKQLMSCRCGEWFGEEYILLFHKLDASSPHSTKINCFDELPMLMDYQSDWERRCNNCSGSVKQ
IGCFLSKGPHFFTIVMKDWLGSDGSQAILSEALFGIGSPLDITLLYKGVTLPHIGGHSATKYRLASVICYVEHGYVCFAR
DQDDKWLKYDTTTVKTVDTWGELLELYREINIQPEVLVYEVIK*                                    
>Osat_LOC_Os10g07270                                                            
MTIPSAEGFLHAASCLPCTAEEERDLVVALTREAEENVKDGDLRYLVSHSWWLNWQSYVGLIKPDENDADMLPQAPSRPG
EIDNSKLVSEESSSIGDEPELQRTLREGDDYALVPQEVWRKLHEWYKGGPELSRRVICSSPTSRSYIVDVYPLRLKLFDG
RDSLERIIRISRKAKVSELYSLVCSLLSVEQSKIDIWDFYQKTKGKKLINLNETVEEAQLMMDQEIIIEAKADDAWCSDL
GTRSNNELALIPLEPSTSSFSIAGGPAFSNGFSSGFGSSFSQDNSFSPLLRDAEDGYSFSNGTKDDIHGLSGLHNLGNTC
FMNSAIQSLVHTPPLVEYFLQDYSREINTENPLGLQGELATAFGELLRKLWSAGRTSIAPRPFKTKLSRFAPQFSGYNQH
DSQELLAFLLDGLHEDLNRVKKKPYIEAKDADGRPDEELAEECWNYHKARNDSIIVDKFQGQYKSTLVCPDCKKISVTFD
PFMYLSLPLPSTVTRMINVTVFSGTGDALPMPYTVKVQKNGVCGDLIKSLSVMCCLQSCETLLLAEVYDHRIYRYWNPSE
PLCHVKDEDKLVAYRLPVGSENLLRVEILHRVVDRYTSESMFNLSRKLIGSPLVTCIPSDSTRKADIYATVSSLLAPFVR
AKVHTLDESATKLNSNGPSLDGIVLTDNGVTCEEDVSTSNVDEEAADEEVLPFQLWLTDDKANKREHIDADSNGVPGSTM
RLLMDWSDREHEVYDIKYMDELSVVFKPGFMSKKNRQEAVNLFSCLDAFLKDEPLGPDDMWYCPRCTEHKQASKKLDLWR
LPEILVVHLKRFSYSRFMKNKLDTFVNFPIHDLDMSRYANHSRGDQPPIYELYAVINHYGGMGGGHYSAYAKLVEEDSWY
HFDDSHVSSVGEEDIRTSSAYLLFYRRVGSSSCSVSKNVAVDTDMVDSLDT*                            
>Osat_LOC_Os11g28360                                                            
MEMEMEMVVAVPSPEVPAEEERALIRDITVAAEAHAKEGDTFFLITHRWWQSWIDYVIQDLANSTNNGSHHHEHGSNVLR
RPGAIDNTDLIDDTASEVSNMEIELHDTLVEGRDYILLPQQVWEKLHGWYGGGPTLPRKAINTGLSQTDLAIEVYPLRLQ
LLLAPKGEQAVIRISKKDTVGELHKKACEVFDLIPDEVCIWDYYGRTRHSLMDNLEKTLDDANIQMDQDILVEVTTDANG
SLDGGCIGSIQENEYLERESTSLIADASKSGLSNENFASNNYTSRSYSSSLTQSQYLRSSNGDLDNMHGTSAMITRGSPL
GLTGLLNLGNTCFMNSAIQCLVHTPEFARYFREDYHREINWQNPLGMVVSTLSTSMALKPYV*                 
>Osat_LOC_Os11g28365                                                            
MEKKPNYIQFVHRRDDWDNGNNISVTAWKPYGVPLLAQVSRNETVTGMHIHEMVRKMLAPMQKNQESQHSVQSSVSTRTQ
TYHTDSTKFQLQLIDDSNTTIEQSNDTIRVPQSSLAAVIFVNWSKADLKKLNTHHLENLPEVFKYAPPAKRTRGEPLSLY
SCLDAFLREEPLVPEDMWYCPRCKEQRQASKKLDLWRLPEVLVIHLKRFSFSRSTKQKLETFVNFPIHDFDLTNYIANKK
SSERQIYELYAVSNHYGSMASGHYTAYIKLLDEERWYNFDDSHVSAINEEDVKSGAAYVLFYRRVRGGAASNAIHPHVNQ
NHRSSQR*                                                                        
>Osat_LOC_Os11g34270                                                            
MFGGKFRRSKVCSKCGMLSNSEEDFTLLMFNIPHREQVVAATLEDCLDHIVEENVHDSLSRCESCMNDQKSTSKCTFHET
RDVVIVLQRFEPLTLGGYRKIGELINFPTELDISPYMSGVVTDKHIYELFGIIVHEGGVIGGHYRSYVKTNCWYEVSDRD
VKRVNENFVLGAQAYILFYNRKEEAKSFDEVLAFAATAMSSSDAVPTSTSKDYTERTLSPEVSSAALSCWIDAARVLEPK
SYSDQDILEKYIICMDRDSSDVSERIRNAMRNCNESRQEYHFNLPTTDGPFYDDNLGQYCLLRGARFRTISTSSNVEAKR
DRAVRMHFLLSEILKLLQLKKVIDVGAIGYLEKFKFGNYSRSALLRRINDACMLLGTNRLSLNISVMSRGSIIGPVLFKV
GEDVMIDASLRAVQIPHDIHLVDHIKLKKPVSFVLVVEKLSIFNMLVNLNFHVTHNCIIITGCGKPDMATRGAVFKLNYC



LPVKVYILADLDLDGLQIYL*                                                           
>Osat_LOC_Os11g34690                                                            
METRPPPTGVRRLPLRGPPFSRGPHIPNSKEKSRNRLERAPALAPGCPRTAFMLAAVLTRMGLFDEAMEVCDRSLLVPQP
TDPARHLPYRRKRIVPKDAEHRIAYTRQGIRRLRLGAEKCRRTAVPLPPESALPAPDWPPESAEANLQVARDLWRGMSEE
EQQAFLKVSFQDMKSYCRSGGELEMISLLSDAEHDQFVKLSASSSCWTCPLCGFKIILDEERFMVHMENFHIEHEEYKKL
RSSLPKRIPDNEMELLKSWRWEPMPIDGDDLAERTEILSKLKKLVSQLIDMEAVSLCLLYIMHKFIMRRVRPVTPLVVSM
CACCGIRQLSSAHLKELYEFLQKLTPILADYVHQKAQNGEQESQQDSLAVTTWLKETGTLSFDYGKIVSRNTDGSSNPDE
IVDGLFHESLLEDPLVSWGGVWQRCLDLGPDILNKISEALNKLKVNCSSCEELKQKLGDVYFLPDAIFETDIDVKPYFDD
GIGSVQVEMLLIDAEVDYQKKMLLEACKVDYLAAILPIAKACLRAKMNNNLRPPNGLELQAPLNIILRSLWHIRRFHDTL
QKIPSKCTDVKDGNSQIGKTLCKIFDSWDNEKAGKPCDPCDSTRFADFTNSLVYKKDGQRKTAIDIVKFIFRRLHSSQTP
LHFEFKGETLDHQTPVEPSFLGCICLVHDLFGLHIYENKFNCVNEVYTEYQYTTFLHSIDLGAVGKTKVESFSELLKARK
SRIESCGHMVSQYSLECPPRLFMTVFEWKEDKVGHINMHEVLMSLAVELDISHFYGDLHSGSKYTLVSAVCCNDQGQYFC
FARGNNIWLIYDNNRRPMYAESWEASIQQYSQANLCPEIIFFERVEDPELGTHRDQTAP*                    
>Osat_LOC_Os11g36470                                                            
MVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDMPSGSIPLALQSLFYKLQYSDNSVATK
ELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKVTNLRTVVEGTIEKLFEGHHINYIECINVDYKSNRKESFYDLQLD
VKGCRDVYASFDKYVEVERLEGDNKYHAENHGLQDAKKGVLFLDFPPVLQLQLKRFEYDYMRDTMVKINDRYEFPLQLDL
DRDDGKYLAPDADRSIRNLYALHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFDDERVTKEDTKKALEEQYGGEEELPQIN
PGFNNAPFKFTKYSNAYMLVYIRESDKDKIMCNVDEKDIAEHLRVRLKKEQEEKEHKKKEKAEAHLYTIIKVARDENLKE
QIGKDIYFDLVDHEKVRSFRIQKQLLFTTFKEEVAKEYGIPVQFQRFWLWAKRQNHTYRPNRPLSPHEETQSVGQLREVS
NKAHNAELKLFLEVELGPDLRPLPPPEKSKEDILLFFKLYNPEKEELCFVGRLFVKALGKPSEILTKLNEMAGFVPNEEI
ELYEEIKFEPNVMCEHIDKKATFRASQLEDGDIICFQKSPIPDSDTQMRYPDVPSYLEYVHNRQVVHFRLLEKPKDDDFS
LELSKLHTYDDVVERVARQLGVDDPAKIRLTSHNCYSQQPKPQPIRYRGVEHLLDMLIHYNQTSDILYYEVLDIPLPELQ
GLKTLKVAFHHATKDEVVIHSIRLPKNSTIADVINDLKTKVELSSPSAELRLLEVFYHKIYKIFPLHEKIENINDQYWTL
RAEEIPEEEKNLGPNDRLIHVYHFMKDPLQNQQIQNFGDPFYLAIREGETLAEVKERIQKKLQVPDEEFCKWKFAFISMN
RPDYLQDSDVVSARFQRRDVYGAWEQYLGLEHADTAPKRAYTANQNRHTYEKPVRIYN*                     
>Osat_LOC_Os11g40450                                                            
MSAESTQSSTSSASSGSSSSSTTSEFLHPYATVAVKSHVPITLENTHPNYNKWRAFFTSLCGKFGLMAHIDGSAPPRPNN
PAWEQADCCIRSWIFGSVADNILDLAMEPDQTARELWVTITDMFHANKEPRAIFLSHQFHSMIQGDSSIDDYCQEMKTAA
DALRDVGHAVTESQLVLNLLRGLNERFSNTGENIANAAVLPSFTSACNTLMLKELCLANEAKVEAATTLMAGSSFGSCPP
GGFGSSGGGGGGSGSGGGARQSFSGGGAGGGGFPGGQARAGSNTNRRNHKGAAVGGGGGGSGGGARHFSGGGVSSGGGGG
FSAGGSGPGWVNPGWRPDGPWVCFNPWPAQQPAWRPSLVGLLGPAPTAHYSQANTTFAGPFTSPTSAATSQPNWEQASLI
AALNKMALQSPNNWVLDTGATSHMSSTDGILVTRLPNSHTFITANIPDYLLIGLRLALSFPLSLFTAMYGPLRHFCWTFP
LRCKSDVHRHIVEFAEDFLQRSLPPRRLSNRDLSRWLPPRRLRNRDLSRWLPPWRLSNRMFPSSADICRTTPSRRQAAPA
RLVRPWSVPPHPALLRRLVPSEPTGSLRPVDRLTYTATHATASHVPANYRSALADPNWRAAMADEYKALVDNGTWRLVPR
PPRANIVMGKWIFKHKFHSDGSLARHKARWVVRGYSQQHGIDYDETFSPVVKSATIWVVLSIAASRAWPIHQLDVKNVFL
HGHLKETVYCQQPSKFVDPAAPDVVCLLQKSLYGGDRIAYLLLYVDDIILTALTTSLLQQLMARLHSEFAMTDLGDLHFF
LGISVTRSSAGLFLSQRQYVVDLLQRAGMAECHSTSTPVDTRAKLSATDGLPVADPSEYRSIAGTLQYLTLIRPDLTYAV
QQVCLFMHDPREPHLALVKRILRYVKGSLSTSLHIGSSMIQSLTAYSDADWAGCPDSRRSTSGYCVFLGDNLVSWSSKRQ
TTVSRYSAAAEYRAVAHAVAECCWLRQLLQELHVPITSATIVYCDNVSAVYMTANPMHHRRTKHIKVDIHFVREKVALGQ
VRWGMGGCKGDTPLKAQLLPLPAARNPVASTIKASNTPLPTPPTVAAATRPTFTTRWVKKRLQTLTALPCLPKAPFPSSL
PANLAPLPLSDVIALLEDSLNVSHELPATEEAVPVSPPSLVAADVDPVVGPLDEIVVAAAAVDEIAAAVDVAGDASVAIS
TTSGVAAAPTPAIPASVAVAAIVAAVVAALDISSRVNSPSGHPKLHRYSTSFPANQRTRCGTLSVLGRFRKRYEDSKARF
VQDLTKLTELDITDFPPELLFPGRIGTTLIRMGFHQLGKVFRPYLLVRFQDGSVCIAKFQQAPGDPSPLAGRLAQQRTWH
RRQHNNHGGGEGSDLRASIQRSEQRKMIGLHEIRDLLSSLFVMLNQKKYILFRIEFLVVLVTVLFLVMFIMDIFRRHIHN
ATMKAIFTILDAVSDSIVIYLLGAMKTAPFKNQLFPVWALVLVNFRYSVDFISGYGVPDRRGRRFTEWRNVVKLLGSAFL
NLSRGSKFGLPLWCLWALQMLRSWYRFHSRTLAINSNWHGRSSELVSEYMREANNWKPEECNPKTMEGFKYLVYGERVKL
QKPRHLLCSCDNIPSPNNSGNIIQGKDQKDLSLAFALSRLLRCRLEDVKLQRGTFRININLVKRRIIEEKDANHAFGIME
QWHGQIDQYVFLESYDDRPRIWNLIHKISTGMVPKKDNGAKLSNPIDIPECVKHAILEKLNSIDLTAGHLPKVVISLLDD
KRKSYRWACSELQTCTHTILVWHIATSICEIKLAKNEGVDLSKPGFLCYLLSCFTNCFSSSLYLMDEKKLPGKLQERYII
ANSLSRYCAYLLVSKPDLIPDSFFVPNMIFQEAVTLAHDDILKGCESLQERYDKLMPKEKNNTQNVGEENINEDVLRQGA
KLADKLMKEENEDCWEILSGVWTELLIHLAPSWNASAHKKCLESGGEFITHIWALLWHCGIEKSMLWPVEDVPDNNAPGA
TPNNNAENSNVQPVHEMQQAAGDRQQMPTTTTPNGGHRSGLANGQGNVVRKMQNIGNRCYFNAVLQSLLALSELRSRMLE
QDPPPGRALHLELKKLFVDTINYKESTLETEKLFQLMCSRHEDINQGDMGDSNHALHSLLNDLINEEPEGMHFPSTVKSL
FNGQVVKSVSSIQCAHHSITTEALVLSLAIPSNKPVSMKDCLDLYTTEEIDDWECKECSVSANENASESQTDSTVDDQTE
QLNSGTHQKEQFSYSAGKKIITQNQHQGKLPLLDCNARQMDQYHNKPKEGKKIRRVATIKYRINKAPPVLTIQLKRFEFV
HDDGSGKIEEHVIFQETLDITKYMDTRYLDNEYKYCLVAVIVHGGQKLDGGHYFAYVRASRTGGQKRESSDTHSWFLAND
EKVEEVLFENVLKCEAYILFYERVPHSKVKGSLETHTQTNHGFREA*                                 
>Osat_LOC_Os11g44540                                                            
MLKSLSEIHKLELIPKGNEDYVALHGYLEAFLKVEQLDPEDNVVLPMLQKASTSDEEIRSVEATGSSGHSSQKHEEGKGW
YKFDDECVRPITEDSIKTPAAYVLFYTRE*                                                  
>Osat_LOC_Os12g30540                                                            



MTMMTPPPIEQQQQEDEEMLVPHQELPAAAAVVADAVQPMEVVAQTEPANAAESQPPEDPQTSRFTWTIENFTRINGKKH
YSEPFVVGGFKWRVLIFPKGNNVDHFSMYLDVADSVNLPYGWNRYAQFSLAVVNQIHPKYTIRKDTQHQFNARESDWGFT
SFMPLSDLYDPSRGYLVNDTVVVEAEVAVRRMVDYWTYDSKKETGYVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPT
TENDMPSGSIPLALQSLFYKLQYSDNSVATKELTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKETVVEGTIEQLFEG
HHINYIECINVDYKSNRKESFYDLQLDVKGCSDVYASFDKYVEVERLEGDNKYHAEQYGLQDAKKGVLFLDFPPVLQLQL
KRFEYDYMRDTMVKINDRYEFPLQLDLDRDDGKYLAPDADRSIRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFD
DERVTKEDTKKALEEQYGGEEELPQINPGFNNTPFKFTKYSNAYMLVYIRESDKDKIMCNVDEKDIAEHLRIRLKKEQEE
KEHKKKEKAEAHLYTIIKVARDEDLKEQIGKNIYFDLVDHEKVRSFRIQKQLPFTSFKEEVAKECGIPVQFQRFWLWAKR
QNHTYRPNRPLGPHEESQSVGQLREVSNKAHNAELKLFLEVETGVDLRPIRPPEKSKEDILLFFKLYNPEKEELCFVGRL
FVKATGKPSEILTKLNEMAGFAPNEEIELYEEIKFEPNVMCEHIDKKLTFRSSQLEDGDIICFQKSPVSDGETQVRYPDV
PSFLEYVHNRQVVHFRSLEKPKEDDFCLELSKLHTYDDVVERVARQLGLDDPSKIRLTSHNCYSQQPKPQPIRYRGVEHL
LDMLVHYNQTSDILYYEVLDIPLPELQCLKTLKVAFHHATKDEVVIHSIRLPKNSTISDVITDLKTKVELSNPDAELRLL
EVFYHKIYKIFPPHEKIENINDQYWTLRAEEIPEEEKNLGPHDRLIHVYHFMKDPNQNQQIQNFGDPFLLVIREGETAAE
ILERIQKKLRVPDEEFSKWKLAFISMNRPEYLQDVDVVSARFQRRDVYGAWEQYLGLEHTDTTPKRSYTANQNRHTFEKP
VKIYN*                                                                          
>Osat_LOC_Os12g42600                                                            
MPATPDDDPPAAASEAPSTSSAAADEDDRVFLVLHRWWREAQEGGGIEAAGVPYAAAPSGPTSYGIGMKVLSMFISDQAF
TLRRADDLLQPDASASNAASSRTYALVAADLFSKARAWHIDSGKNAGKKSLSIEEGSVNIYPIMLRVSVTRDTNALTVKI
SKKDNSAENFKRANKILTSDSEPVHIWDFSGRTTFILMNEWNRMPQDTRSSDQEMPLEIHFYDLSEPTANGTNGKKDELA
LTMSRSMSNGSIMGMDLDSSGSSKQVGTGLIGLDNLGNTCFMNSAVQCLAHTSKLGELAYSFGDLLRKLWALDRTPVAPR
QFKGKLARFAPQFSGFNQHDSQELLAFLLDGLHEDLNRVKCKPYSEAKDSDGRPDEEVADEYWGNHIARNDSIIVDICQR
KGSVGQIKFPSLAGVVVALLFLLPKWTHGQYKSTLVCPDCRKVSVTFDPFMYLSLPLPSTTMRTMTITVFNTDGTTGPSP
YTVSVPKSGDTKTLIDALSIACSLKGDERLLVAEVYNSALIRYLEEPSEVISLIRDGDRLVAYKLPKDSEDAPIVVFRNQ
RMESTLTSFGRKSWKSFGTPLVSSLPDTINGSTIFELYQKDNGLEQYNFSSLDNLPEIYKAVLFSRRPQETCSLYACLEA
FIKEEPLGPEDMWYCPGCKEHRQASKKLDLWRLPEILIIHLKRFSYSRYTKNKLETCVDFPVHDLDLSKYIGSRGQQISN
HYRLYAISNHYGSMGGGHYTAYVYHEGKKGWYDFDDRHVGPISEESIKTSAAYVLFYRRIQGDDNRLDDTETGIDSSDCT
T*                                                                              
>Smol_XP_002992405                                                              
MLVRALPQWIRGSHGAHQRELTVPGLQNSGNNCFLNAILQALASSQKFAAYLRAYENLEGDEREPSMPLSSALCELLEEL
GEVAPGHRIVSPRQVMRVLGHYARSFDLGMQQDAAEALSYLAAALQHERMEDFEEYRPTLQSLADVSALSRQMESLIHTD
DFQSKLALNYWRQQLRWPMEGTYGSSIICSQCGFQRKACTIEDCLDQFTMLERVSNFKCSRCAHLAAACFLSRRPEDNKD
HISFSTTLDLSPFTIASKQTPTRKDSAEIDPRVFKTAMLPVLRALGSTGLKLYDLISVVVHQGSPMSGHYTVYRKVKEMK
QGDVKIAREETMWFAISDADVVKVSEEEVLEARATLLFYELQ                                      
>Smol_XP_002987725                                                              
MDQSWERQSFLRQEDNVELWDRESNTSDEESSIGEYEGTDLTMMPVNEVDLEELCCEFPRDELGTVLDGLNKFPWTVYPI
HLRNCLSAAAKIVSGGREEFGGDFRKLQTLYREAVPSAFEKCLDDKAIWKWTNEIHNNIFDAVCKLMDLVSVKAPQLLLD
DVGVDDDMLPLLRTLAIAFDKQCQFHLKHKEQGLPPSASSVSPPCNFARPMPGTPSRKASSNNDWHCANRKGAAVRDESC
DCNRCRPPDVYCWLAYLLNYFGHTAYGNGYQHLLRVLNYPQKLLPAVMEALLLPIARSTEFITDEVASHLGDPCSRILRY
VEDLLERDVDALSDKTKDGSFGALSLILKHLQVILGRSSSAEKAESMTSIVQRKMVERMLGFNSFNKQLSAVREINKLLE
NARAIAPRDKSRSVNATIQWLERNNILRHVLRSHLHHKQYVDQVEKIMRFLLQERRLSEEHIDAIWAATEKPDQFETVKA
NIFDLLADLAWSFSAEQLDSLFGRFERSQGRSPSDIVKILSLVKKLARSDTKGVMAQRLLELLWNMMHSGEAPAEVLDSG
ALTEILGHYDSVNCASKDEYISKCLKNVEHGISVIPSLRLLREIILLDNEKPFYQDEVSRQMRLQKLIKDDCFLLMVVKS
LEQYMAHARLMCSEKLVVAKPSEKTAAPYSIADCRYTHDQHVKERLEFILFSIQAGDVSLPWDAMERLWNCMIESSVFDA
DKERGFQWLCDALEKTPCLSFDAMLNILTKKLTCMDPCSLSEIAWRCFMRLFLWVNLFEKKLVRIRIDEGTETHDLQLIG
MSYMWQAALSSPVNSIAEQSISMLRDIHTHLSDSLRQNLVQIRQCFINECLRNLTAALENGHRNTEATDSNSISMVDGNV
DVPDVENFTESIESEADKPCTVNFEKDPYKVERCLRILREFIIKCEGSCPRKVPAHGASFQGRPLTLGVSTANKQSTRFD
ILVHANEYLGSFRAKVAERLECPVSRVRLMHANKELKQDSQVLRQLGLTDGQPLTASVNIVDLVEEEMDELQLPGLLISK
SPQVYDILFRLAEAGHGGVREEANYLLSLLPTHPGILSEFQNLHKKPVAKAKEFLTLQFGAHCRLLYTLQIVDGLLMPVN
RNVENQRFRNDFIRFGGFRHLMTVFEPGAMMGVDSQTRRGCYTSALRILKLLFRNVQLSETQTTSLSDNTRIIGGDTVEE
SESGSTISVNDDVNVEKLEVIDMSVVAGALKRLTWGTALGQISMLANSAPLASQFCAFGGDFEGSKKFENSGDFLNQDDR
YLCLEALELLVTCLLSHKSLLGTFFSSPDVGRFIVDMVLHSPDEFVRYQAASSFLRLSYDFFSKESGKHPIVRRHLMAAL
IDTKAEANTEPKRCLPFLELLGQLFYRISGPEEHAMGEQQLLEELSWLRCAPEATDDDDRLLEGHLFLVKVLIEVLDRRL
IGSSKLPQGTGLVQELVESFLFLESAMLWKIDDDSCDRLDDRVLQSRCGTRRSREKAFQLLTCLATHCIDNLKEIVDLLV
KLHFSSDIHEWEHLPSYGRKALSGYVGLKNAGATCYMNSVFQQLYMQPDVRRTVLECKECDDMEKADSVFFQLQTMFGAL
LGSSLDHYTPQGFWDAYRDYDGMPINLREHQDAFEFFNRLYDAVDDTLKATHQETTLTKIFGGIFVQQVISRGCNHCSER
DEPFAAISVDVKNKRDLLESLDSFVRGDLLEADNAYYCDECGRKVDALKRVCVKSLPQTLVIHLKRFDFDYETMQRLKLK
DRFEFPMHLDMKAFTVEGLALRDSMSQESSSPATTSNGGTDGSICNENGGLNSKPDSYYQYDLVGVVVHSGTAFAGHYYS
YIKERQGDIERWIAFDDKRVEPYDVNDLEKDCFGGKYSVDVYDNFLKTMSPQDFDRPNSAYMLLYERSRNYAPMDSPATT
SHTKGEGDQVMKDKSIMDRLFTGRLRMPSSIHRSVRKENLRFVHENHLLDKDYFKFLYSLVEANSDVIEGRTPRYVGGPD
DSRDRKGETSGRKADLAAKDLNASDFAEHSIRIALEFLFRVYLRTHGSLREDFHQWKVTIWKLLDHNIIACRCFLNTLVE
RPQWVQDFLLRCPVEEVRQAFAALLVHALKTAVNIYQGNVFYVDNCGRQQDALHVDAMVDTLVILLREAASPKSYLQQYF
QVLLDYVKLGPYPRLHLLRKAVVGHLVTFATKFQIAKQDAVYLHTAVSLLVRSCDASKLYDEPEVDKKSDTETKPCQSNP



QQFCSLCLIPKDAAEGVFRHRMYTSILIKTCPEQEEVIRLVEFCSWRNETFSVAVLQDVMEALHHAVNSEALKPILSLAY
RLLQLGDSLQATRQEVLLLGYESFPNGVLDLLVSKAVAVHKRYCLIKFIVKLVDLFPASRVHVLSRKQDWRRAVDWLQQE
LHGIGLSGSIAPVSNEDLSNGYLMRTSTAEWTLTSARKLLSC                                      
>Smol_XP_002985473                                                              
MAAPLEEDESMLVSGKVNDSIEAMEGQTETVSSADNQVVEDPLSGKFSWQIPNFSRITMRKHYSDTFIIGGYKWRILVFP
KGNNVDHLSIYLDVADSATLPYGWTRFAQFSLAVINQFEQKLSMRKDTQHQFNSRESDWGFTSFMSLHELYDSSRGYLVN
DTVCIEADVNVRKVMDYWAYDSKKETGFVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDVPSNSIPLALQSLF
YKLQYSDTSVATKDLTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTAVEGTIQQLFEGHHMNYIECINVDYKSTRK
ESFYDLQLDVKGCKDVYASFDKYVEVEKLEGDNKYHAEQNGLQDAKKGVLFIDFPPVLQLQLKRFEYDFTRDTMVKINDR
YEFPLELDLDREDGKYLSPDADRSVRNLYTLHRYKFDDERVTKEEVKRAFEEQYGGEEELPQTNPGFNNPPFKFTKYSNA
YMLVYIRESDKDKVICNVDVKDIAEHLQVRLKKEHEEKERKRKEKAEAHLYTVIKVAREEDLKTQIGKDIFFDLVDHEKV
RSFRIQKQMPFTQFKEEVAKEFKVPVHCQRFWLWAKRQNHTYRPNRPLTEQEEAQSVGLLKEASNKAHNAELKLFLEERP
EVPSLLVLEKAKDEILLFLKFYDPEQTELRYVGKLFVKQGGKPADILEKLNELAGFAANTEVQIFEEIKFEPNVMCEPVD
KKLTFKASQLEDGDILCYQKALSPQDEGRFRYPDVPSFLEYVRNRQVVHFRRLDRPKEDEFCLELSKQHTYDDVVERVAT
KLELDDASKIRLTAHNCYSQQPKPQPIKYRGVEHLSDMLVHYNQSSDILYFETLDLPLPELQGLKTLKIAFHNARTEEVS
VHNVRLPKNSTVGDVINELKGLVELSNPDAELRILEVFYHKIYKIFPANEKIENINDQYWTLRAEEIPEEEKNLGPQDRL
IHVYHYTRDAVQNNMVQNFGEPFFLAVRENETLAEVRDRIQAKLQVPDDEFSKWKFAFLSLGRPDYLHNGDIVASRFQKR
DVYGAWEHYLGLEHSDTAPKRSHLASQNRHAFEKPVKIYN                                        
>Smol_XP_002984646                                                              
VSQAETVPVSGESRAAEDPLCGKFTWPIENFSKITIKKYYSDPFVIGGYKWRILVFTQGNNVDCLSMYLDVADSASLSYG
WSRFAQFNLAVINQFDPKLSIRKDTQHHFNAKESDWGFTSFMPLHDLYDPGRGYLVNDTLILEADVNVRKMVDSFSYDSK
KETGFVGLKNQGATCYMNSLLQTLYHLPFFRKAVYHMPTTEHDVPSSSIPLALQSLFYKIQYSDTSVATKDLTRSFGWDT
YDSFMQHDVQELNRVLCEKLEDKMKSTAVEGTIQQLFEGHHMNYIECINVDYKSTRKESFYDLQLDVKGCKDVYASFDKY
VEVEKLEGDNKYHAEQHGLQDARKGVLFVDFPPVLQLQLKRFEYDFVRDTMVKINDRYEFPLQLDLDRENGKYLSPDADR
GVRNLYSLHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFDDERVTKEETKRVLEEQYGGEEELPQANPGFNNTAFKFTKYS
NAYMLVYVRECDKDRIICNVDEIDIAEHLRVRLKREYDDKEKKRKEKSEAHLYTVIKVVTREDDISEQIGRDIFFDLVDH
DRIHSFRVLKQLPFAKFKEEVSKEFNVPVNCQRFWLWAKRQNHTYRPSRPLNEQEESQMVGNIKETATNKTYNGELRLFL
EVQKAQDMYIPLSPSEKTKDDILLFLKLYIPDKEDLRYAGKLMVKANGKAADIVEKLNEIAGYPSGEEILLFEEIKFDPN
VMCEPIDKKLTFRDSQLEDGDIICFQKAVSKEDSQQLSLPNVAMFLEHVRSRQVHSLVAPFLHSLR              
>Smol_XP_002984607                                                              
RQEDAPEFLCFLLNQIHEELLKLDGRTVSEVGVAVDDEWETVGPKNRTARVRTCSRIWSPLTDIFCGQLYNNVKPKGSKA
SIQVEPFYVLTLDISSGTVHSVEDALKVCQVLTREGVGRYRLLLYFAFQDSSRGTKVVSLPKVLILQLLRFGYGNSGTRK
VSRAIDFSEQLTVGKELLSPGNEATSRYELIASIMHHGKDVTSGHYTADAKYGDSWLRFDDRMVDKVSVDMVLNKQAYVL
FYRKL                                                                           
>Smol_XP_002983550                                                              
MATKSSSPSYRPCEHLVDYKSKHSTRGFRVLQRCIVVLPPGRPSVRTLSCEEDPVPRCASCAKSHGRLYACLVCFTISCY
SSSSSHARSHALELPGHELAIDLDRAELFCCICNDQVYDADFDWVVVSLAKCTSFSNGRTAPPLNVYSRKRNRGAEYKPW
EPSSKDPLVLERGAAPLGLRGLTNMGSTCFMNSVLQALLHTPPLRSYFLGHRHNKAACQSKVCLGCDMDDMFAAAFSGDR
TPYSPAQFLYRRYLFLFSFLNSWWQHAANLAGYEQQDAHDFFISAVEGIHANSQQPELRKGNDAECRCIVHRVFFGLLRS
DVTCTACGFTSTKNDPCVDISLDLESTALEKQIYASSSTLLGCLDRFTRPERLSSSERFFCESCQSRQEAVKQMSVRKLP
VVLSFHVKRFEHSAKNYRKVDTYVQFPLSLDMACYLSSSIARLRHGNRLIFVEGKGELGGDNDSGSTSPSSEFELFAVVS
HSGKLDGGHYVAYLRLGGEWYKCDDAWITRVGESVVRATQAYMLYYVQRTLSDESSTTIPERFNQHPNLVLDEKIGYTSL
LADAVQA                                                                         
>Smol_XP_002980513                                                              
VSQAETVPVSGESRAAEDPLCGKFTWPIENFSKITIKKYYSDPFVIGGYKWRILVFTQGNNVDCLSMYLDVADSASLSYG
WSRFAQFNLAVINQFDPKLSIRKDTQHHFNAKESDWGFTSFMPLHDLYDPGRGYLVNDTLILEADVNVRKMIDSFSYDSK
KETGFVGLKNQGATCYMNSLLQTLYHLPFFRKAVYHMPTTEHDVPSSSIPLALQSLFYKIQYSDTSVATKDLTRSFGWDT
YDSFMQHDVQELNRVLCEKLEDKMKSTAVEGTIQQLFEGHHMNYIECINVDYKSTRKESFYDLQLDVKGCKDVYASFDKY
VEVEKLEGDNKYHAEQHGLQDARKGVLFVDFPPVLQLQLKRFEYDFVRDTMVKINDRYEFPLQLDLDKENGKYLSPDADR
SVRNLYSLHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFDDERVTKEETKRVLEEQYGGEEELPQANPGFNNTAFKFTKYS
NAYMLVYVRECDKDRIICNVDEIDIAEHLRVRLKREYDDKEKKRKEKSEAHLYTVIKVVTREDDISEQIGRDIFFDLVDH
DRIHSFRVLKQLPFAKFKEEVSKEFNVPVNCQRFWLWAKRQNHTYRPSRPLNEQEESQMVGNIKETATNKTYNGELRLFL
EIQKAQDTYIPLSPSEKTKDDILLFLKLYIPDKEDLRYAGKLMVKANGRAADIVEKLNEIAGYPSGEEILLFEEIKFDPN
VMCEPIDKKLTFRDSQLEDGDIICFQKAVSKEDSQQLSLPNVAMFLEHVRSRQVHSLVASFLHSLR              
>Smol_XP_002980323                                                              
MHERVEVDVPALLLTLVIVALVSLGLIHQVRIRAARQIELQRLQQILAAENEQHEKLAEQEYTSMLATPRNSTTISSPNP
PQQQQLAAASLCAVCDSPTNSRCSRCKSIHYCSSKCQVTHWRQGHKNECLVAGAEKPTPKPKSEPISLAVPGTKKLKNTE
ASPRAHVISPKPAPAEVEVKKLCLQTSESKSDESNVTSDGSLVKPKKILFPYGRFVHYFNWDFRRPPCGLINCGNSCFAN
VILQCLSYTRPLAAYLLEGSHRAECRRNDWCFMCELQDHALRVFNSEVPFSPFRILSRLRDIGNHLGYGRQEDAHEFMRF
AVDSMQSICLDQFGGEKQVDSRSQETTLIQYIFGGHLQSQVKCMQCGHESNRYENMMDLAVEIQGAVESLEDGLAQFTAP
EWLDGENKYKCDRWCDVWAIPLFSCKRLSVYEAPNILTIALKRFQSGKFGKLNKRVTFPEALNISPYMSGEGDKPPLYRL
YAVVVHVDMLNASFFGHYICYVRDMTGTWYKVKEVDTEKVMSQKAYMLMYSRSSARPGPETAVGSVASTITDVSVSNGRK



CSSSSCKYQQSSSIGQVHDQVHRVSPIIAGTLIDNSLVEESVGPSYSTLQTTTIEKVIELGFDDSDSITGSSQEIDRISS
PNSQVQMSHELAECEVTSPSSPQRRKAAKRRLETSDAPRTRSLSCPPAAKSPASPSQSHQLADDLPRSFGYSLAQRDKER
LTAADKVESPSKRQHLLQERSSSMEGDNEVSNETSSKEGGAEEEPASPSMDELDQSLSLPAGELHTSTACVQQALSGTTK
DGNQDMKKEPPRKAVNGVVLKPVFAKGFLDRSVRRVLNTTNREELSPRGSSRDQQERQQREIITGKGDEVSTIERSINSG
SSSSSNSSSRKLGRNDSCSCGSQRKWKKCCGMVKEIESSRRLVA                                    
>Smol_XP_002979179                                                              
LVGLMNEGNTCFLNSCLQCLAHTVPLSSAILGPFSELIQTKGAAARSRRDTASLSEMLAYSFRQLLKDLCGKPSYSTASA
SMLLQSLQGLSPQFAGNRQHDAQEAMRTIIDGLHEALNRKPPGRPKCPEPPPTTPEAEIADICWEHHKMWNNSLTISCLT
GQLQSAIECSVCHRKSHCFDPFLDLSLPLSKSGGSDNFRTFGSSRSRMTIEDCLSAFVAPETLDPSNKYYCSGCKAPQIS
TKKLSIYRAPSVLVLHIKRFYGVEPRSYRKDDRPVVYPLNGLDLSSFMRHLSQQQATYDLYGVCSHFGSLGYGHYTATCR
SVDNGWYCYNDSSVTSVQDPVDSSAYILFY                                                  
>Smol_XP_002978676                                                              
RQEDAPEFLCFLLNQIHEELLKLDGRTVSEAGVAVDDEWETVGPKNRTARVRTCSRIWSPLTDIFCGQLYNNVKPKGSKA
SIQVEPFYVLTLDISSGTVHSVEDALKVCQVLTREGMGRYRLLLYFAFQDSSRGTKVVSLPKVLILQLLRFGYGNSGTRK
VSRAIDFSEQLTVGKELLSPGNEATSRYELIASIMHHGKDVTSGHYTADAKYGDSWLRFDDRMVDKVSVDMVLNKQAYVL
FYRKL                                                                           
>Smol_XP_002978268                                                              
MALSNVGMPQASTRIYKEECCLTFDTPKSDGGLFVDLTSFLAFGREQAMWNFKKTGSSVYLHIKHTLKESDEEDDRPHKK
PTLLAIGVEGGFETKEPEYDETLSIVILPDYQTLPLSSAELPEKVRLCVDAVVQSVGAERKEQVSAWTADKKQLSIYAQS
LQQLNNGVRVPPSGWKCQRCDKQENLWLNLTDGSILCGRRNFDGTGGNNHALEHYANVKYPLAVKLGTITADLETADVFS
YAEDDTVTDPLLAQHLAHFGINFAALKKTEMTTAERELDQNVNFDWNRIQEKGKELEPLFGPGFTGLVNLGNSCYLASVL
QIIFATRDFQLRYYGNLKLDDAFQLAPADPTQDLNTQLSKLGHGLLSGKYSEQPEFQKGIPPRMFKSLIGAGHPEFASSR
QQDAFEFFQYFLEQVERGNVANPNEDPSRCFKFLVEERIVCCSSGKVKYTKRVDNALSLTLPLDAATNRDEVAAYEKITS
EGGNSGEKIEVVRPRIPLSACLDRFAAPDEVEFYSTAVNARTTALKMTSLATFPTYLLLHMRKFQLDASWVPKKLDVFLD
VPDTIDISHMRGKGLQPGEELLPEADDEAEGPVADEAIVSQLMDMGFPRVRCEKAAIFTSNHGAEPAMEWLLSHMDDPDI
DVPYSHSSSNANVDENAVQSLVALGFSADLARKALRATGGRTEDAAEWIFSNSDDANAMELDVGGSSTPSSSVPHDLPDG
SGKYKLMGFVSHMGSSTLCGHYVAHILKEGRWVIFNDGKVALSGDPPKDMGYLYVFQRV                     
>Smol_XP_002976035                                                              
MAIGLQNQGGTCSMNSSLQCLLHTPRLSDFFAKSDKIRGEVANDFRKLIIESMRSNASVSIKPGPKLQSSPGSQQDAQEY
LMFLLNALDQELRAATKMKPVKSGRKDRKGGGQVQSSLVAEIFEGQSRTKLQCPKCSNEASVTLETFMSLSLPVPSSTVG
NTITLESCIQEYTKDDMLDAWCCSKCKSKQHNICKKMEFVKLPACLILHLARFKCDSSGNVEKIDTAIDIPESVEISGQH
YSLYGLINHTGDADYGHYTASIKLGNKNFLERMNICNS                                          
>Smol_XP_002975867                                                              
MAIGLQNQGSTCSMNSSLQCLLHTPRLSDFFAKSDKIRGEVANDFRKLIIESMRSNASVSIKPGPKLQSSPGSQQDAQEY
LMFLLNALDQELKQGHDMRAATKMKPVKSGRKDRKGGGQVQSSLVAEIFEGQSRTKLQCPKCSNEASVTLETFMSLSLPV
PSSTVGNTITLESCIQEYTKDDMLDAWCCSKCKSKQHNICKKMEFVKLPACLILHLARFKCDSSGNVEKIDTAIDIPESV
EISGQHYSLYGLINHTGDADYGHYTASIKLGNSECCLLNRSPYVGIRKRDRRKQPGEVPARFELLVRYLDLSSNNLNTIE
SLLLQNNRLDADLCLPPSKAFNWFLVENRTNCLFSLIQNERCKALSCTLVHAAMDRFSSSKEETTTYGIPNAFARQWQPF
TLKQGAASATSEEKLLYVKVSSKALWAQPQEFKWDPQVQECHTLYDDFVMLSIDAQRPCSMPNAGLDGDRTKNSALGVER
SVPTSLTPNDIKDRNYPK                                                              
>Smol_XP_002973976                                                              
MKRAGAPDDAAAAAAKRGRQETEVRRDCPYLDTVNRQVLDFDFEKFCSVSLSNLNVYACLVCGKYFQGRGRKSHAYTHSL
EAGHHVFINLHSEKVYCLPDGYEVDDPSLDDIRHVLNPRFTGAQVSQLDKSKQWARALDGSDYLPGMVGLNNIKETDFVN
VIIQSLMRVTPLRDFFLIPENYRHSSSPLVHRFGELTRKIWHARNFKGQVSPHEFLQAIMSASKKKFRIGVQSDPVEFFS
WLLNTLHSELGGTTLRNSSIIYQCFQGELEVLKELQSDPNNREISRLPFLMLGLDLPPPPLFKDVMEKNIIPQVPLFNIL
KKFDGETPTEVVRPQPARMRYRVTRLPRYLILHMRRFKKNNFFIEKNPTLVNFPVKNLELKDYIPLGSADGSKKARSKYD
LIANTVHDGKPREGSYRVFVQRKSEEVWYEMQDLHVTETLPQMVALSEAYMQIYEQQQ                      
>Smol_XP_002973842                                                              
MVTKSSSPCYRPCEHLVDYKSKHSTRGFRALQRCIVVLPPGRPSVRTLSCDEDPVPRCASCAKSHGRLYACLICSTISCY
SSSSSHARSHALELPGHELAIDLDRAELFCCICNDQVYDADFDWVVVCAHASSLAKCTSFSNGRTAPPLNVYSRKRNRGA
EYKPWEPSSKDPLVLERGAAPLGLRGLTNMGSTCFMNSVLQALLHTPPLRSYFLGHCHNKAACQSKVCLGCDMDDMFAAA
FSGDRTPYSPAQFLYRRYLFLFSFLNSWWQHAANLAGYEQQDAHDFFISAVEGIHANSQQPELRKGNDAECRCIVHRVFS
GLLRSDVTCTACGFTSTKNDPCVDISLDLESTALEKQIYASSSTLLGCLDRFTRPERLGSNERFFCESCQSRQEAVKQMS
VRKLPVVLCFHVKRFEHSAKNYRKVDTYVQFPLSLNMACYLSSSIARLRHGNRLIFVEGKGELGGDNDSGSTSPSSEFEL
FAVVSHSGKLDGGHYVAYLRLGGEWYKCDDAWITRVGESVVRATQAYMLYYVQRSLSDESSTTIPERFNQHQTLVLDEKI
GYTSLLADAVQA                                                                    
>Smol_XP_002973716                                                              
MHDSDGNVKLADFRMAKHAMPNLPVPVPNLSCTHNVAVSQESLCETHFESTRLTWNVAATYHRPELNLKPYLGLTYYKEQ
DLERACKIVRALAELVKCQARDLFPKSATEWFLRTFPQREATVIGNRWLDAFETDDINADANISYQSTLNVVEKLYRWYC
SHPDGLMILQDKESQLQHVFSEGVAENVRSLMILEEKEAVRGATEEKNIRAAAGQAITTASEHKLVGIPNIGRTCDLSRL
LEKASATSQLFKELFELHKKINNGEACDARAMHQQVAALDPNFAVLGQDQDAHEFLVLLFNELEKVMDCKEVKLKFKHVC
KCVTCGVSNSSFEETTHWLLHIPNGGDSQSLDLETCIDFDRADENVQLHACTCGSQKLASNEQESYNLCAVVEHYGRGGH



YTTVAKANRIWYKFDDAIVEDIGTGVKRELDGNQAQEVYAKTF                                     
>Smol_XP_002972625                                                              
GFKNLGNTCYLNSVLQCLTYTPPLANYCLRGQHSKQCDGANSACPFCMLENRISRSFDIEVPVDAPQRIYKYLQTFAKHF
RAGRQEDAHELLRYAIDACDSACARLQKRGSKSSDQTVMKEIFGGFLQSQIWCLSCNAVSSKLDSVMDLSLDIVRTKTLK
EAICNFFQPEVLDGNNKYQCEKCKKLSVARKQLSIYQSPNVLVIQLKRFENFLGGKIDAHVEFEEELKLRSHMSKNSPDV
HPDYSLYAVVVHSGFSQYGGHYYAYVKDPRGQWYCCNDSFVSAASSATVLSERVYILFYVRDS                 
>Smol_XP_002971276                                                              
GSRGLAGLQNLGNTCFMNSALQCLAHTPELVEYFLQDYDDEINPANPLGMEGELAVAFGELIRKLWAGREVVVPRPFKNK
LSRFAPQFSGYNQHDSQELLAFLLDGLHEDLNRVKSKPYIEVKDIDGRPDGEVADEYWAIHKARNNSIIVDLFQGQYKST
LVCPVCAKVSVTFDPFMYLSLPLPEKQQLMSVAVTVFSGDGSASPEVHTVQIPGPKQARPKDLIHALSVACTLEENEYLF
VVEVYNNRIYRVISECPSAPLSLANGDRLAAFRLKSFPGKTTKLILYHGTLEEHVTYEFSCRTIGKQFKLYGSPLVTAIP
EAGLSEGAELYNLVAKVVSPLRREAEVNSSPEDWPFRLFITDDKASTVDLLIDPHMPLPTFNFSPREHRYLILVWSPSAK
DQYGFKELENLAPVTIPDSRRREPISLYACLEAFMREEPLGPDDMWFCPKCKEHRQASKKLDLWRLPEILVVHLKRFSYS
RYSNKLETLVDFPVHDLDLSKYVSHRTDPYELFAVSNHYGGVGGGHYTAYAKLCNENKWYNFDDSCVNPMSPDSIKTTAA
YVLFYRR                                                                         
>Smol_XP_002969545                                                              
CQGKHWKQGHRLECPRKVVVSRDKREHALCALDGTLAKPKKVGFPPSQFPPYLGLANRELPQILFPYRDFLKFFSCNISK
VPCGLINCGNSCYANVVLQCLASTRPLAAYLLHGMHQEACEREGWCFMCELEDHVQKAFNNQMPFSPIKILSRLRSIGNS
LGYGRQEDAHEFMRLAVDCMQKICLDEAGGETTLDARTQETTLIQHIFGGYLQSQVVCCQCQQRSNLYENMLDLSVGIQG
NVESLEDALKQFTSPEWLDGDNKYRCDRCNAYVRAKKRLSVHEAPNILTIALKRFQGGKFGKINKKVTFPEELDMVPYMS
GTVDTPPAYELYAVVVHVDMLNASYFGHYVCYVRAGNGAWFKVDDSKVSRRWKF                          
>Smol_XP_002968341                                                              
MAIGLQNQGSTCSMNSSLQCLLHTPRLSDFFAKADKIRGEVANDFRKLIIESMRSNASVSIKPGPKLQSSPSSQQDAQEY
LMFLLNALDQELKHGHDMRAATKIKPVKSGRKDRKGGGQVQSSLVAEIFEGQTRTKLQCPKCSNEASVTLETFMSLSLPV
PSSTVGNTITLESCIQEYTKDDMLDAWCCSKCKSKQHNICKKMEFVKLPACLIIHLARFKCDSSGNVEKIDTAIDIPESV
EISGQHYSLYGLINHTGDADYGHYTASIKLGNSEWYACDDESVEHVSEHSSSTDAYILFYQKTS                
>Smol_XP_002965992                                                              
GAGLTNLGNTCFLNSVLQCLTYTQPLAEFLKSGQHKLLCKSSGFCAMCALEGHVKNALQSWGKVIAPNHMISRVNYSNAG
ISRAFQPWRQEDAHEFLRYLMEALQKDCLPSKTPMNSPEQEKTLLYKIFGGRLRSQVKCSNCLERSETVDPFLDLSLDIT
RADSLGKALAWFTANEILDGDNKYHCEKCKKKVRAIKRFTIETAPNVLTVQFKRFSSTGLHGQKIDKKVHFGRKLDITPF
MSNARDGAVYDLYGVLVHAGWSTRSGHYYCFVRTSSDMWHVLDDSRVQQLSEQTVLNQKAYILFYIRKT           
>Smol_XP_002964335                                                              
MNSALQCLVHTPQLTTFFLQDYSKEINRDNMMGTKGELAVAFGELLRKVWSPKSSPYSPRSFKMKLSRFAPQFSGFNQHD
SQELLAYLLDGLHEDLNRLKTKPYIEVKDEDGRPDEEVADEYWEAHRARNDSVIVDVFQGQYKSTLVCPVCSKVSVTFDP
FMYLSLPLPTNTRTMTVTVISSDGSSPPKAHAVVVPRQGKCRELAKAVGNSCGLSTDEMLQLFQLKSQHLLEDTLGLSTI
PDTDQLVAYRLPRLSESAQFVAFIQEQLEEKDRFRVPFIIPIPPEGFRTGEDIKCAFEKLLSQMKTDSEMFDSDMQDRAS
SDCPFSLWTTDERATKSHLIEFDKPIPSDLYPARINTKYTYVLVEWSDRVSEFYDLSFLDRLPDVCKAATSKKLRQEAVS
LYTCLEAFLKEEPLGPHDMWYCPRCKQRQQASKKLDLWRLPEILVVHLKRFSYVRYQNKLETFVNFPIHDLDLTKYLAHR
SVPQQHEYELYAVSNHYGGTGGGHYTAFVNLDLDGQWYNFDDSHVTPASEDHLKSPAAYVLFYRRKKNTDNATSNGQLSP
IL                                                                              
>Smol_XP_002963714                                                              
MAVGFQNQGNSCSANSALQCVAHTPELSSFFLKSDSVRGEIVIEFRKVVRAIWNNASKSVKPGPKLTNPSVQQDAQEYLD
FLLGALDQEFKKQENPPKGKKVRPELPSPVADFFEGQTKSTVKCPKCSNMVSSTPESFTSLSLPVHETAQPVSLGSCIRE
YTKDDVLDSWHCPKCKRNQKDAVKKLELGKLPRNLILHLARFKCDSSGSVEKIDTTVEFPQILTLCEQEYKLYGLINHMG
DSDYGHYTATIKLPNGKWYSFDDEVVEEIFELSRCSSDAYILFYHKTSV                               
>Smol_XP_002963227                                                              
MGATGSKLEKALGDQFPEGERYFGLENFGNTCYCNSVLQALYFCIPFRDQLLDYYGRIKTVGEAEENLLTCLADLFTQIN
SQKKKTGVIAPKRFVQRVKKQHELFRSYMHQDAHEFLNFLLNQLVETLEKEAKSDPTAPASPEKKSSDNGATGEEHPLTW
VHKIFQGCLTNETRCLRCETITAKDEKFLDLSLDIEQNSSVTSCLRNFSSTETLIADDKFFCDKCCSLQEAQKRMKIKTQ
PRILALHLKRFKYMEQLGRYKKLSYRVVFPLELKLCNTAEDAPGSESEYSLFAVVVHVGSGPNHGHYVSLVKSHNHWLFF
DDENVEMIDESYVQTFFGSTQEYSNNTDHGYILFYECLDPAKAS                                    
>Smol_XP_002961538                                                              
GSRGLAGLQNLGNTCFMNSALQCLAHTPELVEYFLQDYDDEINPANPLGMEGELAVAFGELIRKLWAGREVVVPRPFKNK
LSRFAPQFSGYNQHDSQELLAFLLDGLHEDLNRVKSKPYIEVKDIDGRPDGEVADEYWAIHKARNNSIIVDLFQGQYKST
LVCPVCAKVSVTFDPFMYLSLPLPEKQQLMSVAVTVFSGDGSASPEVHTVQIPGPKQARPKDLIHALSVACTLEENEYLF
VVEVYNNRIYRVISECPSAPLSLANGDRLAAFRLKSFPGKTTKLILYHGTLEEHVTYEFSCRTIGKQFKLYGSPLVTAIP
EAGLSEGAELYNLVAKVVSPLKREAEVNSSPEDWPFRLFITDDKASTVDLLIDPHMPLPTFNFSPREHRYLILVWSPSAK
DQYGFKELENLAPVTIPDSRRREPISLYACLEAFMREEPLGPDDMWFCPKCKEHRQASKKLDLWRLPEILVVHLKRFSYS
RYSNKLETLVDFPVHDLDLSKYVSHRTDPYELFAVSNHYGGVGGGHYTAYAKLCNENKWYNFDDSCVNPMSPDSIKTTAA
YVLFYRR                                                                         
>Smol_XP_002991655                                                              
GLVNLGNTCFFNSVMQNLLAVRYLKDYFLNPVAGGASEGPLTSALRRFFLEINGDNLEAFSGNAKKRHRDYTTYNPKGLF



GALCSKSSRFSGYHQQDSHELLRCLLDGLQVEGKHKESEEKNSTNGKEDHTFVDHLFGGQFASTVTCCECGHSSSVLEPF
LDVSLPIPFITAKSLEGCLQAFTKLEVLSGENAWGCDNCTRRKATKRLVIRKAPPVLTVHLKRFAQDMRGRLSKLTGHVA
FDELLNLSPFLSASRDGGLYRLVGVVEHSGTMKGGHYVAFVRGGSAGDGKENFWYYISDSDVRRTTLDQVLRSEAYLLFY
E                                                                               
>Smol_XP_002991100                                                              
GLVNLGNTCFFNSVMQNLLAVRYLKDYFLNPVAAGASEGPLTSALRRFFLEINGDNLEAFSGNAKKRHRDYTTYNPKGLF
GALCSKSSRFSGYHQQDSHELLRCLLDGLQVEGKHKESEEKNSANGKEDHTFVDHLFGGQFASTVTCCECGHSSSVLEPF
LDVSLPIPFITAKSLEGCLQAFTKLEVLSGENAWGCDNCTRRKATKRLVIRKAPPVLTVHLKRFAQDMRGRLSKLTGHVA
FDELLNLSPFLSTSRDGGLYRLVGVVEHSGTMKGGHYVAFVRGGSAGDGKENFWYYISDSDVRRTTLDQVLRSEAYLLFY
>Smol_XP_002989662                                                              
MPSVTVSVKWQKELFPSVEIDTEQPPYVFKCQLFDLTGVPPDRQKIMVKGGLLKDDGDWSKLAVKEGQRLMMMGTAEEAP
KAPEKSTLFVEDLPENEQGVIEQGFTAGLMNLGNTCYMNSTIQCLHSVPELRSALKSYSAGAGTDMDPSSHTLTLAARDL
FGELDSSHRAVAPLRFWTLLRSKFPQFAQQANNGAYMQQDAEECWTQLVYTLSQRLRPSSGETREATLKNLFGVDISSRI
KCAETEEETEEAETVYSLKCHISQDVNHLNEGLKQGLKSELEKTSPSLGRSAVHSKESVITRLPQYLTVQFVRFFWKRET
KQKAKILRKVDYPLVLDVMGFCSEELKNELKAPRELLREQEDREAGLKGKRKIEDGPAPSSMDWSTTEQGSPTGIYDLVA
VLTHKGRSADSGHYVAWVKQENGKWIEFDDDRPIPQREEDITKLSGGGDWHTAYICLYKSRVPKKE              
>Smol_XP_002989234                                                              
GAGLTNLGNTCFLNSVLQCLTYTQPLAEFLKSGQHKLLCKSSGFCAMCALEGHVRNALQSWGKVIAPNHMISRVNYSNAG
ISRAFQPWRQEDAHEFLRYLMEALQKDCLPSKTPMNSPEQEKTLLYKIFGGRLRSQVKCSNCLERSETVDPFLDLSLDIT
RADSLGKALAWFTANEILDGDNKYHCEKCKKKVRAIKRFTIETAPNVLTVQFKRFSSTGLHGQKIDKKVHFGRKLDITPF
MSNARDGAVYDLYGVLVHAGWSTRSGHYYCFVRTSSDMWHVLDDSRVQQLSEQTVLNQKAYILFYIRKT           
>Smol_XP_002988626                                                              
MGATGSKLEKALGDQFPEGERYFGLENFGNTCYCNSVLQALYFCVPFRDQLLEYYSRTKSSGEPEENLLTCLADLFSQIN
SQKKKTGVIAPKRFVQRVKKQNELFRSYMHQDAHEFLNFLLNELVETLEKEAKSGRTASGNLKPAEKKENGVANGTAADQ
DHPLTWVHKIFQGFLTNETRCLRCETITARDEKFLDLSLDIEQNSSITSCLRNFSSTETLNAEDKFFCDKCCSLQEAQKR
MKIKTPPRILALHLKRFKYIEQLGRYKKLSYRVVFPLELKLCNTTDDAPGSESEYSLFAVVVHVGSGPNHGHYVSLVKSH
SHWLFFDDENVEIIDETYVQTFFGSTQEYSNNTDHGYILFYECLDAKTT                               
>Smol_XP_002988548                                                              
LVGLMNEGNTCFLNSCLQCLAHTVPLSSAILGPFSELIQTKGAAARSRRDTASLSEMLAYSFRQLLKDLCGKPSYSTASA
SMLLQSLQGLSPQFAGNRQHDAQEAMRTIIDGLHEALNRKPPGRPKCPEPPPTTPEAEIADICWEHHKMWNNSLTISCLT
GQLQSTIECSVCHRKSHCFDPFLDLSLPLSKSGGSDNFRNFGSSRSRMTIEDCLSAFVAPETLDPSNKYYCSGCKAPQIS
TKKLSIYRAPSVLVLHIKRFYGVEPRSYRKDDRPVVYPLNGLDLSSFMRHFSQQQATYDLYGVCSHFGSLGYGHYTATCR
SVDNGWYCYNDSSVTSVQDPVDSSAYILFY                                                  
>Smol_XP_002987539                                                              
MDQSWERQSFLRQEDNVELWDRESNTSDEESSIGEYEGTDLTMMPVNEVDLEELCCEFPRDELGTVLDGLNKFPWTVYPI
HLRNCLSAAAKIVSGGREEFGGDFRKLQTLYREAVPSAFEKCLDDKAIWKWTNEIHNNIFDAVCKLMDLVSVKAPQLLLD
DVGVDDDMLPLLRTLAIAFDKQCQFHLKHKEQGLPPSASSVSPPCNFARPMPGTPSRKASSNNDWHCANRKGAAVRDESC
DCNRCRPPDVYCWLAYLLNYFGHTAYGNGYQHLLRVLNYPQKLLPAVMEALLLPIARSTEFITDEVASHLGDPCSRILRY
VEDLLERDVDALSDKTKDGSFGALSLILKHLQVILGRSSSAEKAESMTSIVQRKMVERMLGFNSFNKQLSAVREINKLLE
NARAIAPRDKSRSVNATIQWLERNNILRHVLRSHLHHKQYVDQVEKIMRFLLQERRLSEEHIDAIWAATEKPDQFETVKA
NIFDLLADLAWSFSAEQLDSLFGRFERSQGRSPSDIVKILSLVKKLARSDTKGVMAQRLLELLWNMMHSGEAPAEVLDSG
ALTEILGHYDSVNCASKDEYISKCLKNVEHGISVIPSLRLLREIILLDNEKPFYQDEVSRQMRLQKLIKDDCFLLMVVKS
LEQYMAHARLMCSEKLVVAKPSEKTAAPYSIADCRYTHDQHVKERLEFILFSIQAGDVSLPWDAMERLWNCMIESSVFDA
DKERGFQWLCDALEKTPCLSFDAMLNILTKKLTCMDPCSLSEIAWRCFMRLFLWVNLFEKKLVRIRIDEGTETHDLQLIG
MSYMWQAALSSPVNSIAEQSISMLRDIHTHLSDSLRQNLVQIRQCFINECLRNLTAALENGHRNTEATDSNSISMVDGNV
DVPDVENFTESIESEADKPCTVNFEKDPYKVERCLRILREFIIKCEGSCPRKVPAHGASFQGRPLTLGVSTANKQSTRFD
ILVHANEYLGSFRAKVAERLECPVSRVRLMHANKELKQDSQVLRQLGLTDGQPLTASVNIVDLVEEEMDELQLPGLLISK
SPQVYDILFRLAEAGHGGVREEANYLLSLLPTHPGILSEFQNLHKKPVAKAKEFLTLQFGAHCRLLYTLQIVDGLLMPVN
RNVENQRFRNDFIRFGGFRHLMTVFEPGAMMGVDSQTRRGCYTSALRILKLLFRNVQLSETQTTSLSDNTRIIGGDTVEE
SESGSTISVNDDVNVEKLEVIDMSVVAGALKRLTWGTALGQISMLASSAPLAEILKGRRSEKKFENSGDFLNQDDRYLCL
EALELLVTCLLSHKSLLGTFFSSPDVGRFIVDMVLHSPDEFVRYQAASSFLRLSYDFFSKESGKHPIVRRHLMAALIDTK
AEANTEPKRCLPFLELLGQLFYRISGPEEHAMGEQQLLEELSWLRCAPEATDDDDRENADSDNLQLVESFLFLESAMLWK
IDDDSCDRLDDRVLQSRCGTRRSREKAFQLLTCLATHCIDNLKEIVDLLVKLHFSSDIHEWEHLPSYGRKALSGYVGLKN
AGATCYMNSVFQQLYMQPDVRRTVLECKECDDMEKADSVFFQLQTMFGALLGSSLDHYTPQGFWDAYRDYDGMPINLREH
QDAFEFFNRLYDAVDDTLKATHQETTLTKIFGGIFVQQVISRGCNHCSERDEPFAAISVDVKNKRDLLESLDSFVRGDLL
EADNAYYCDECGRKVDALKRVCVKSLPQTLVIHLKRFDFDYETMQRLKLKDRFEFPMHLDMKAFTVEGLALRDSMSQESS
SPATTSNGGTDGSICNENGGLNSKPDSYYQYDLVGVVVHSGTAFAGHYYSYIKERQGDIERWIAFDDKRVEPYDVNDLEK
DCFGGKYSVDVYDNFLKTMSPQDFDRPNSAYMLLYERSRNYAPMDSPATTSHTKGEGDQVMKDNSIMDRLFTGRLRMPSS
IHRSVRKENLRFVHENHLLDKDYFKFLYSLVEANSDIIEGRTPRYVGGPDDSRDRKGETSGRKADLAAKDLNASDFAEHS
IRIALEFLFRVYLRTHGSLREDFHQWKVVVTIWKLLDHNIIACRCFLNTLVERPQWVQDFLLRCPVEEVRQAFAALLVHA
LKTAVNIYQGNVFYVDNCGRQQDALHVDAMVDTLVILLREAASPKSYLQQYFQVLLDYVKLGPYPRLHLLRKAVVGHLVT
FATKFQIAKQDAVYLHTAVSLLVRSCDASKLYDEPEVDKKSDTETKPCQSNPQQFCSLCLIPKDAAEGVFRHRMYTSILI



KTCPEQEEVIRLVEFCSWRNETFSVAVLQDVMEALHHAVNSEALKPILSLAYRLLQLGDSLQATRQEVLLLGYESFPNGV
LDLLVSKAVAVHKRYCLIKFIVKLVDLFPASRVHVLSRKQDWRRAVDWLQQELHGIGLSGSIAPVSNEDLSNGYLMRTST
AEWTLTSARKLLSC                                                                  
>Smol_XP_002987389                                                              
MVSSTPESFTSLSLPVHETAQPVSLESCIREYTKDDVLDSWHCPKCKRNQKDAVKKLELGKLPRNLILHLARFKCDSSGS
VEKIDTTVEFPQISTLWEQEYKLYGLINHMGDSDYGHYTATIKLPNGKWYSFDDEVVEEIFEPSRCSSDAYILFYHKTSV
>Smol_XP_002986111                                                              
MPSVTVSVKWQKELFPSVEIDTEQPPYVFKCQLFDLTGVPPDRQKIMVKGGLLKDDGDWSKLAVKEGQRLMMMGTAEEAP
KAPEKSTLFVEDLPENEQGVIEQGFTAGLMNLGNTCYMNSTIQCLHSVPELRSALKSYSAGAGTDMDPSSHTLTLAARDL
FGELDSSHRAVAPLRFWTLLRSKFPQFAQQANNGAYMQQDAEECWTQLVYTLSQRLRPSSGETREATLKNLFGVDISSRI
KCAETEEETEEAETVYSLKCHISQDVNHLNEGLKQGLKSELEKTSPSLGRSAVHSKESVITRLPQYLTVQFVRFFWKRET
KQKAKILRKVDYPLVLDVMGFCSEDLKNELKAPRELLREQEDREAGLKGKRKIEDGPAPSSMDWSTTEQGSPTGIYDLVA
VLTHKGRSADSGHYVAWVKQENGKWIEFDDDRPIPQREEDITKLSGGGDWHTAYICLYKSRVPKKE              
>Smol_XP_002979825                                                              
MAAPLEEDESMLVSGKVNDSIEAMEGQTETVSSADNQVVEDPLSGKFSWQIPNFSRITMRKHYSDTFIIGGYKWRILVFP
KGNNVDHLSIYLDVADSATLPYGWTRFAQFSLAVINQFEQKLSMRKDTQHQFNSRESDWGFTSFMSLHELYDSSRGYLVN
DTVCIEADVNVRKVMDYWAYDSKKETGFVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDVPSNSIPLALQSLF
YKLQYSDTSVATKDLTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTAVEGTIQQLFEGHHMNYIECINVDYKSTRK
ESFYDLQLDVKGCKDVYASFDKYVEVEKLEGDNKYHAEQNGLQDAKKGVLFIDFPPVLQLQLKRFEYDFTRDTMVKINDR
YEFPLELDLDREDGKYLSPDADRSVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWYKFDDERVTKEEVKRAFEEQYG
GEEELPQTNPGFNNPPFKFTKYSNAYMLVYIRESDKDKVICNVDVKDIAEHLQVRLKKEHEEKERKRKEKAEAHLYTVIK
VAREEDLKTQIGKDIFFDLVDHEKVRSFRIQKQMPFTQFKEEVAKEFKVPVHCQRFWLWAKRQNHTYRPNRPLTEQEEAQ
SVGLLKEASNKAHNAELKLFLEERPEVPSLLVLEKAKDEILLFLKFYDPEQTELRYVGKLFVKQGGKPADILEKLNELAG
FAANTEVQIFEEIKFEPNVMCEPVDKKLTFKASQLEDGDILCYQKALSPQDEGRFRYPDVPSFLEYVRNRQVVHFRRLDR
PKEDEFCLELSKQHTYDDVVERVATKLELDDASKIRLTAHNCYSQQPKPQPIKYRGVEHLSDMLVHYNQSSDILYFETLD
LPLPELQGLKTLKIAFHNARTEEVSVHNVRLPKNSTVGDVINELKGLVELSNPDAELRILEVFYHKIYKIFPANEKIENI
NDQYWTLRAEEIPEEEKNLGPQDRLIHVYHYTRDAVQNNMVQNFGEPFFLAVRENETLAEVRDRIQAKLQVPDDEFSKWK
FAFLSLGRPDYLHNSDIVASRFQKRDVYGAWEHYLGLEHSDTAPKRSHLASQNRHAFEKPVKIYN               
>Smol_XP_002979691                                                              
MLEDKMRVPLWKKRFHGSSRDTKVWDLDDEQRSVLGIVVVPVDELGTFLEISAGKESKVLPPPDVLLHKRYKTFVAFVGF
LIEPVCIVLCFTAEKLCLGQHLLARDHVEMVEIKWNGGLANVESSMKKKKKTKRKKTQKQKTKEKKQKLKSGKKRKTPQT
MPRSNSNAACVYVRKSYKNLYWQPSRSKQHSYNDVVQGVAEELELDDPSQVTAHNVPVSENSTAVELLGELKKKLGDLCK
PDAELRLLQVSSHKVLKISNADERINNQKCCTFRAEEWKFVYMSMGRPFYLRNLDIIASRFEVPTAQGHYVNCIECTDVN
HKITRQESFYGELWIHLKVTLLCQNAKKEIYFLDFPPDLQLQLKRFEYDSTRGNVIKIYNRFPLMLDLDRERGKYLSPNA
DKSVCNLYVLYRYGISKRADDEQRPVLGIVVVPVDELGTFVELSAGKESKVLPPPDVLLHKRYKTFVAFVGCLIEPVCIV
LCFTAEKLCLGQHLLARDHVENGGTLKKSPRICRLIFVFIP                                       
>Smol_XP_002977302                                                              
MAVGFQNQGNSCSANSALQCVAHTPELSSFFLKSDSVRGEIAIEFRKVVRVIWNNASKSVKPGPKLTNPSVQPDAQEYLD
FLLGALDQEFKKQENPPKGQKVRPELPSPVADFFEGQTKSTVKCPKCSNMVSSTPDSFTSLSLPVHETAQPVSLESCIRE
YTKDDVLDSWHCPKCKRNQKDAVKKLELGKLPRNLILHLARFKCDSSGSVEKIDTTVEFPQILTLWEQEYKLYGLINHMG
DSDYGHYTATIKLPNGKWYSFDDEVVEEIFELSRRRAFTIMDNPNPAKPASEIDKIGFNFIWIMD               
>Smol_XP_002974529                                                              
MGATGSKLEKALGDQFPEGERYFGLENFGNTCYCNSVLQALYFCIPFRDQLLDYYGRIKTVGEAEENLLTCLADLFTQIN
SQKKKTGVIAPKRFVQRVKKQHELFRSYMHQDAHEFLNFLLNQLVEALEKEAKSDPTAPASPEKKSSDNGATGEEHPLTW
VHKIFQGCLTNETRCLRCETITAKDEKFLDLSLDIEQNSSVTSCLRNFSSTETLIADDKFFCDKCCSLQEAQKRMKIKTQ
PRILALHLKRFKYMEQLGRYKKLSYRVVFPLELKLCNTAEDAPGSESEYSLFAVVVHVGSGPNHGHYVSLVKSHNHWLFF
DDENVEMIDESYVQTFFGSTQEYSNNTDHGYILFYECLDPAKAS                                    
>Smol_XP_002972080                                                              
GFKNLGNTCYLNSVLQCLTYTPPLANYCLRGQHSKQCDGANSACPFCMLENRISRSFDIEVPVDAPQRIYKYLQTFAKHF
RAGRQEDAHELLRYAIDACDSACARLQKRGSKSSDQTVMKEIFGGFLQSQIWCLSCNAVSSKLDSVMDLSLDIVRTKTLK
EAICNFFQPEVLDGNNKYQCEKCKKLSVARKQLSIYQSPNVLVIQLKRFENFLGGKIDTHVEFEEELKLRSHMSKNSPDV
HPDYSLYAVVVHSGFSQYGGHYYAYVKDPRGQWYCCNDSFVSAASSATVLSERVYILFYVRDS                 
>Smol_XP_002970813                                                              
MLANRPVCVLCRTPTATRCSLCKAVYYCTLECQGKHWKQGHRLECPRKVVVSRDKREHALCALDGTLAKPKKVGFPPSQF
PPYLGLANRELPQILFPYRDFLKFFSCNISKVPCGLINCGNSCYANVVLQCLASTRPLAAYLLHGMHQEACQREGWCFMC
ELEDHVQKAFNNQMPFSPIKILSRLRSIGNSLGYGRQEDAHEFMRLAVDCMQKICLDEAGGETTLDARTQETTLIQHIFG
GYLQSQVVCCQCQQRSNLYENMLDLSVGIQGNVESLEDALKQFTSPEWLDGDNKYRCDRCNAYVRAKKRLSVHEAPNILT
IALKRFQGGKFGKINKKVTFPEELDMVPYMSGTVDTPPAYKLYAVVVHVDMLNASYFGHYVCYVRAGNGAWFKVDDSKVK
EVDQIRVMSQKAYMLLYRR                                                             
>Smol_XP_002968339                                                              
MAIGLQNQGSTCSMNSSLQCLLHTPRLSDFFAKSDKIRGEVANDFRKLIIESMRSNASVSIKPGPKLQSSPGSQQDAQEY
LMFLLNALDQELKHGHDMRAATKMKPVKSGRKDRKGGGQVQSSLVAEIFEGQTRTKLQCPKCSNEASVTLETFMSLSLPV



PSSTVGNTITLESCIQEYTKDDMLDAWCCSKCKSKQHNICKKMEFVKLPACLIIHLARFKCDSSGNVEKIDTAIDIPESV
EISGQHYSLYGLINHTGDADYGHYTASIKLGNSEWRQVTCLFPQEAGEIEELRILNNSRNCLLNPSPYVGIRRRDRRKQP
GERRPVSLECIYWQRAEQQTELADQKNATGFSSSKEETTTYGIPNAVAKQWEPFTLKQAAASANQRREIALRGSVL    
>Smol_XP_002968008                                                              
MLVRALPQWIRGSHGAHQRELTVPGLQNSGNNCFLNAILQALASSQKFAAYLRAYENLEGDEREPSMPLSSALCELLEEL
GEVAPGHRIVSPRQVMRVLGHYARSFDLGMQQDAAEALSYLAAALQHERMENFEEYRPTLQSLADVSALSRQMESLIHTD
DFQSKLALNYWRQQLRWPMEGTYGSSIICSQCGFQRKACTIEDCLDQFTMLERVSNFKCSRCAHLAAACFLSRRPEDNKD
HISFSTTLDLSPFTIASKQTPTRKDSAEIDPRVFKTAMLPVLRALGSTGLKLYDLISVVVHQGSPMSGHYTVYRKVKETK
QGDVKIAREETMWFAISDADVVKVSEEEVLEARATLLFYELH                                      
>Smol_XP_002967699                                                              
MNSALQCLVHTPQLTTFFLQDYSKEINRDNMMGTKGELAVAFGELLRKVWSPKSSPYSPRSFKMKLSRFAPQFSGFNQHD
SQELLAYLLDGLHEDLNRLKTKPYIEVKDEDGRPDEEVADEYWEAHRARNDSVIVDVFQGQYKSTLVCPVCSKVSVTFDP
FMYLSLPLPTNTRTMTVTVISSDGSSPPKAHAVVVPRQGKCRELAKAVGNSCGLSTDEMLQLFQLKSQHLLEDTLGLSTI
PDTDQLVAYRLPKLSESAQFVAFIQEQLEDGRKDRFRVPFIIPIPPEGFRTGEDIKRAFEKLLSQMKTDSEMFDSDMLDR
ASSDCPFSLWTTDERATKSHLIEFDKPIPSDLYPARINTKYTYVFVEWSDRVSEFYDLSFLDRLPDVCKAATSKKLRQEA
VSLYTCLEAFLKEEPLGPHDMWYCPRCKQRQQASKKLDLWRLPEILVVHLKRFSYVRYQNKLETFVNFPIHDLDLTKYLA
HRSVPQQHEYELYAVSNHYGGTGGGHYTAFVNLDLDGQWYNFDDSHVTPASEDHLKSPAAYVLFYRRKKNTDNATSNGQL
SPIL                                                                            
>Smol_XP_002966847                                                              
RRIHLTKIVTEEDLRWFFHLDRPACQGCRGNTKDNPLCLCGLVPPANGTRKHGLWQKLSDIIDELGPDPSRELRVMDIPA
GLTNLGATCYVNSVLQCLFMNTTFRNGVFSAEMELVRNDPVLHQLARLFAQLHSGTKSSVDSAAFATTLELDNAVQQDGQ
EFLKLLLTLLERVLAQSRVPEARDVVQNLFRGTFSYVTKCSSCGKESGASDQFVDFYELEVNVKGFSSLEESLDDYLNEE
KLSGENQYFCEYCKARVDATHSTKLRLLPPVLNFQLKRFVFNLKTSTKKKVTSKFMFPKVLDMERRVSPVTSDGSPGEPA
HYDLFAILMHKGNMASSGHYVVHIRDERTGQWWQFDDEEVTMLGSNPLGEPTSKLDKVSPDRDDNLLMSPDAYMLMFSRR
TSTPRVAEEPVRSIPEFLKAEVDEQNYSLMSSCEVYNLMKDEEEQRIVERRAEVREVLANARPTAPKGFWISAEWLRNWT
DSLKPPSAIDNSILLCEHERVSPKSIQLMKCISDAAWQSLHSKYGGEPVLTMESCCFECIYADAGAAATAESFRSGRAAM
KLMAENVMAGKGLEGHLFYVSKSWLVQWMRKKAALDTLGDGDLNPTSAITCRHNALLPDDAAGAKRQVVPEVLWSYFYQN
AVLVGGEEQRGHKPFPVNTENCKICEAEHSHTLTKCLMLSFRATKMEQRQKQEAIFSGRNPVLNPGDVYYLVPSSWISLW
RAYIGASGKNVLDIEEPVGLERFLSSLLCKHGGLLYNPPALTRTRRGELVQKASSDDVQVVVSRDDWVYFCQQWDANAGK
GIRAYVEEAEMPDRPEKELSELKLPVLRTEPEVCRECIDDRETTELVHKLNYTNATITVDLVQGKEPPPSLVFAAANQDA
ERRTSKRARRTVATGNKQVKLTVSGTTTVYQLKMLIWEWLGVVKENQEVHFGKVELTDESTTLADVGVLPNSQLWVSDSG
LHEHRDIAGKPMLSLFIYVSLIASLWFSQTSSRLHSRAMLKKVLGGRGF                               
>Smol_XP_002966300                                                              
MALSNVGMPQASTRIYKEECCLTFDTPKSDGGLFVDLTSFLAFGREQAMWNFKKTGSSVYLHIKHTLKESDEEDDRPHKK
PTLLAIGVEGGFETKEPEYDETLSIVILPDYQTLPLSSAELPEKVRLCVDAVVQSVGAERKEQVSAWTADKKQLSIYAQS
LQQLNNGVRVPPSGWKCQRCDKQENLWLNLTDGSILCGRRNFDGTGGNNHALEHYANVKYPLAVKLGTITADLETADVFS
YAEDDTVTDPLLAQHLAHFGINFAALKKTEMTTAERELDQNVNFDWNRIQEKGKELEPLFGPGFTGLVNLGNSCYLASVL
QIIFATRDFQLRYYGNLKLDDAFQLAAADPTQDLNTQLSKLGHGLLSGKYSEQPEFQKGIPPRMFKSLIGAGHPEFASSR
QQDAFEFFQYFLEQVERENVANPNEDPSRCFKFLVEERIVCCSSGKVKYTKRVDNALSLTLPLDAATNRDEVAAYEKITS
EGGNSGEKIEVVRPRIPLSACLDRFAAPDEVEFYSTAVNARTTALKMTSLATFPTYLLLHMRKFQLDASWVPKKLDVFLD
VPDTIDISHMRGKGLQPGEELLPEADDEAEGPVADEAIVSQLMDMGFPRVRCEKAAIFTSNHGAEPAMEWLLSHMDDPDI
DVPYSHSSSNANVDENAVQALVALGFSADLARKALRATGGRTEDAAEWIFSNSDDANAMELDVGGSSTPSSSVPHDLPDG
SGKYKLMGFVSHMGSSTLCGHYVAHILKEGRWVIFNDAKVALSGDPPKDMGYLYVFQRV                     
>Smol_XP_002961161                                                              
RRIHLTKIVTEEDLRWFFHLDRPACQGCRGNTKDNPLCLCGLVPPANGTRKHGLWQKLSDIIDELGPDPSRELRVMDIPA
GLTNLGATCYVNSVLQCLFMNTTFRNGVFSAEMELVRNDPVLHQLARLFAQLHSGTKSSVDSAAFATTLELDNAVQQDGQ
EFLKLLLTLLERVLAQSRVPEARDVVQNLFRGTFSYVTKCSSCGKESGASDQFVDFYELEVNVKGFSSLEESLDDYLNEE
KLSGENQYFCEYCKARVDATHSTKLRLLPPVLNFQLKRFVFNLKTSTKKKVTSKFMFPKVLDMERRVSPVTSDGSPGEPA
HYDLFAILMHKGNMASSGHYVVHIRDERTGQWWQFDDEEVTMLGSNPLGEPTSKLDKVSPDRDDNLLMSPDAYMLMFSRR
TSTPRVAEEPVRSIPEFLKAEVDEQNYSLMSSCEVYNLMKDEEEQRIVERRAEVREVLANARPTAPKGFWISAEWLRNWT
DSLKPPSAIDNSILLCEHERVSPKSIQLMKCISDAAWQSLHSKYGGQPVVTMESCCFECIYADAAAAATAESFRSGRAAM
KLMAENVMAGKGVEGHLFYVSRSWLVQWMRKKAALDTLGDGDLNPTSAITCRHNALLPDDAAGAKRQVVPEVLWSYFYQN
AVVVGGEEQRGHKPFPVNTENCKICEAEHSHTLTKCLMLSFRATKMEQRQKQEAIFSGRNPVLNPGDVYYLVPSSWISLW
RAYIGASGKNVLDIEEPVGLERFLSSLLCKHGGLLYNPPALTRTRRGELVQKASSDDVQVVVSRDDWVYFCQQWDANAGK
GIRAYVEEAQMPDRPEKELSELKLPILRTEPEVCRECIDDRETTELVHKLNYTNATITVDLVQGKEPPPSLVFAAANQDA
ERRTSKRARRTVATGNKQVKLTVSGTTTVYQLKMLIWEWLGVVKENQEVHFGKVELTDESTTLADVGVLPNSQLWVSDSG
LHEHRDIAGKPMLSLFIYVSLIASLWFSQTSSRLHSRATLKKVLGGRGF                               
>Php_XP_001785646                                                               
METLRSHLSRVRIPEPSYRIYKQECCVSFSTPRSEGGLFIDLYSFLAFGKDYVMWNYEKTGNPVYLNIQETPKQVSESRP
HKKPTLLAIGVEGGFDSKVPEYEETYRIVILPDFISLLYPSVELPEKVVRLAVDGILAAVGAERKEEVAAWTADKKQVSP
YALSLQQVQNGVKVPPSGWKCSKCDKVDNLWMNLTDGTILCGRRNWDGTGGNNHALEHYQETNYPLAVKLGTITADLEGA
DVYSYAEDDTVEDPLLAEHLAHFGIDFSSLRKTEMTTAERELDQNTNFDWNRIQEKGKELEPLFGPGFTGLANLGNSCYL



ASVVQAVFSTKDFQRYYYENVKLDDAFKQAPADPTLDLHMQLSKLAHGILSGKYAVPSKKGQDGIPPRMFKSLIGTGHPE
FASSRQQDALEFFQHFLDQVEQNHVAAVGEDPARCFKFCVEERIMCSVSKKVKYTKKTDNILSLNIPLRAAVNKDEVAAY
EKNLAQKELAGEKLSDEEIVRPRVPLSACLENFSAPEEVMDFYSSAINARTTAIKTTRLATFPDYLVLHMRKFVLAAGWV
PKKLDVFIDVPDEIDISDMRSKGPQPDEQFLPETPDGIPEQVDSAADEAIVSQLADMGFPRIRCEKAAIQTLNSGLEEAM
NWLLVHMDDPDIDDPITRVGNNETSSVTALNESDVETLVSFGFLPEMARKALKATGGDMERAAEWILNHPEESMAMELDV
GACTQDTQAEVKYPDGSGKYRLLAFVSHMGTSTQSGHYVCHVRKNDRWVIFNDCKVAVSGDPPKDMGYLYFFERVPS   
>Php_XP_001784993                                                               
GLMNLGNTCFFNSVMQNLVGVRMLREHFGKETIAQEVERSIRTCSFGIGNVGSAVSPKILFSEICKKAPRFRGFQQQDSH
ELLRCLLDGLHMEEESIRKAQFGMDKKVESGADSNSKDEDGSLEKAPKKPDTLVEYMFGGQYSSTVTCCECGHSSVVYEP
FLDLSLPIPSKQSFGKTAEPIGEEIGKKKLEKDVTKMVSVKRDATKRLLISKAPLVLTVHLKRFAQDTYGRLSKLGGHIT
FHEELDLGPFIDQSIKQDGVYQLIGTVEHSGTMRGGHYVAYVKGESEDSTEGKSTWYYISDSHVRKTSLDDVLQSEAYLL
FYER                                                                            
>Php_XP_001784032                                                               
MAGPQKAVVHIGPGTGHDDTGYRPGYIMGATGCRGAREEDMAGPATTMTSGGGNASVVAADCSISIEQAHSACHVIVASS
ASRLHREALYRSSSWAAVESAVKPVGERRGGEFVWAWGVDEEEVEGVPEKMSLVVNMQQRRTVADGRQNQDPNTIGNELS
RRRWPRKLCHLGVGFLHGFCLVFSVSPAKRRTSKRLQISLEKSSQDDPNNSKNTAGRGGQMVLSALQKKQPTQQKITLEI
SRPAVVTPELEGGKRSIFDIRKRQLDEDESRAPLSVLDASKHDGVDNDWTTASPAKPTSKGGTHVYRKRSKTGTTPPTPS
LRSFGRRQVTKEASPPPLPPPAFAPKSLSVGDKDNSESQALMPTGEQVAVMDILQPVRRQLLSPPKAREESDLYGSSATT
NNMDVVTSYALLGDSETQGSEPFSYQDAESVHAALLKVFRDLKQAGRYEYVNPSVVKHAFAKHQSSFWGCIQQDAHEFFC
SLIDRVQEEVSSELKRQFPIDANQPKLDTVCPTTQNFSCSVRNSLTCTGCGKVSSLEETYRDFCLALPEDERTHASKNCS
LESLLNLYFQEITMSRKCEDCGVEVTKAKAQFLKLPHVLVLQLKRLHMDCDVPCTKVTAPVKFTPRLDVGPWCAPDKQKF
WSPVSDDVQNFERKESVASPCSTQNGLGIVSQGNIDCESQELHAPLRTNADVGTNYRLYGVVNHLGFTASGGHFFADTYD
PEGDRWLRCDDSFVTDVSEDSVLANVREAYMFFYVHEPVSSIS                                     
>Php_XP_001778273                                                               
MCALQEHIRQALASPGGVISPTYIVKNLRCISKSFRPWRQEDAHEYMRYLIESLDNSCTSAGRGERGVRGAGAQSSSSSS
SSSPQHPSLIQQMFGGQLRSQVKCTVCSTCSNTYDPLLDLSLEIVRADSLTKALNRFTAVEALEGDNQYHCATCKQKVCA
LKQFTIDKSPIVLTIQFKRFSASGSSSGGKIDKKIDFGRTLAMRPYISNPEDSDANYSLYAVLVHAGWSTHSGHYYCFVR
TSGGLWHNLDDSRVRQVSEKTVLEQKAYILFYIRDPPESAALSADPPSSSSPTTRSWLSDGANGDPDRIVGGVEEFPSSS
SCTRPSDCGVYRNNNNNNNNSHAYLDGSRRDVGCSSAGRLSLLRPASKPAPGWRI                         
>Php_XP_001774704                                                               
MLDTSICAVCQKPATRLRCSRCKSTKYCSSKCQLVHWEGGHKKECRTPGASSLSLLVGSESGVMYNSKHLETSKGVDSTT
MLSPISLRITRNSSTKLLFSYDYFVELFEWDALGVPCGLLNCGNSCFANVVLQCLTYTRPLTAYLLNGSHEEDCKRNDWC
FMCELQSHVHNVRQNRNPFSPIRILSRIRNIGNHLGYGRQEDAHEFMRFAIDSMQSICLDEFGGEKDVDPATQETTLIHH
IFGGHLQSQVKCMQCHHESNRYESMMDLAVEIHGVVDSLEDAIAQFTTIEMLDGDNKYKCDRCNAYVRARKQLTVYEAPN
VLTIALKRFQSGKFGKLNKRVTFPEVLDMSPYMSGANDHPLLYRLYAVVVHVDMLNASFFGHYICFVKDSNGVWYKIDDR
KVQRHYLRAVC                                                                     
>Php_XP_001772702                                                               
NCVVCQKSATPHRCSKCKSAKYCSSECQKLHWRSGHRNECHVPVSSRPSGSGGESVAVCNGKHPETSKSGVSTTVLNPIS
LGIFKSDSNKSTSVKKSSPSQLLFSYDDFVKLFEWDALDEPCGLVNCGNSCFANVVLQCLTYTRPLTAYLLNDSHREVCK
RNDWCFMCELQSHVRKVRETQNPFSPIRILSRIRSIGSHLGYGKQEDAHEFMRFAIDSMQSTCLDEFGGEKAVDPATQET
TLIHHIFGGHLQSQVVKCMECHHESNRYESMMDLAVEIHGVVESLEDAIAQFTAAEMLDGDNKYKCDRCNAYVRAGKRLT
VHEAPNILTIALKRFQSGKFGKLNKRVTFPKTLDMSPYMSGTNDDSPLYGLYAVVVHVDLLNASFFGHYICYVKDSNGVW
YKIDDSKVKEVELEKVLAQKAYMLFYTR                                                    
>Php_XP_001771280                                                               
AQILFPYDDFVVLFDANIEFLPCGLLNCGNSCFVNAVLQCFTYTQPLVAYLLSGDHGRKCKCKKTDWCFICALQEHAVKV
KQRIPFSPSGILSHLRSIARGLNYGNQEDAHEFMSSAIHLMQSICLDEAGGEKGVDSCTQQTTFTHHIFGGLLQSQVKCN
QCHLQSNRYEVMMDLAVEIPGNVRSLEDALGVFTAPEILDGENKYKCNRCDAYVDAYKQLTVHEAPNILVVTLKRFKSLQ
GGRYGKLTNYVAFPEVLDMGPYMSGNRGLTPVYNLYAVVVHASVSNAAHNGHYFCLVKNPNGYWYRADDAKVTEVGVDWV
TSQEAYILLYKRYREF                                                                
>Php_XP_001770637                                                               
MFDDVLRSFSPDQPPRGRPRQEDAQEFLSHVMDRLHEELLWLEGRSIVGQNAVVDDEEWEIVGPKNKSALTRTHMTIKSP
LSDIFGGQLCSVVKAKGNKASATVQPFLVLHLDILSDAVQSIEDALRFFAAPESLEGYKAASSKASEVVSASKAIKIQSL
PSVLIVHLMRFSYGASGSGKLNKAIKYSNSLTIGRELLATSTGSATEGRKYELVATVTHHGNNPSTGHYTADCRQPDGRW
LRFDDAVVSVVPINQVLQEHTYVLFYKRVSH                                                 
>Php_XP_001770295                                                               
MTVIAAPPEEDDDMLVPPQDFNDVIEPMEVVGQGEGVATVENQHVDDPQTGKFTWNIENFSKLSLRKHYSETFTVGGYKW
RVLLFPKGNNVDHLSVYLDVADSAQLPYGWSRFAHFTLAVVNPYDPKLTVKKDTQHHFNVRESDWGFTSFMPLPDLYDPS
RGFLMNDTLIVEADVNVRKVVDYWAYDSKKETGYVGLKNQGATCYMNSLLQTLYHLPYFRKAVYHMPTTENDVPSNSIPL
ALQSLFYKIQYSDTSIATKDLTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTAVEGTIQQLFEGHHMNYIECINVD
YKSTRKESFYDLQLDVKGCKDVYESFDKYVEVERLEGENKYHAEQFGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTM
VKINDRYEFPLQLDLDRENGKYLSPDADRSVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWFKFDDERVTKEEPKRA
LEEQYGGEEELPQTNPGFNNTPFKFTKYSNAYMLVYIREADKDKIVCNVDEKDIAEHLQVRLKKEQEEKERKRKEKAEAH



LYTIIKASLHLIFLHLVGRDEDLQNQIGKDIHFDLVDHEKVRSFRIQKQTLFTQFKASKELGVPVECQRFWLWAKRQNHT
YRPNRPLTEQEEAQTVGHLKEASNKAHNAELKLFLEVQRTPGAESVPMPPPIKTKEDVLLFFKLYDPLKEELRYVGRSYV
KASGRPADILERLNEMAGFPPNEEIQLYEEIKFEPNVMCEHIEKKSTFKASQLEDGDIICYQRALTREQELASRYPDVPS
FLEYVRNRQIVHFRRLDKPKDDEFCLELSKQHTYDDVVEKVAEEIKLEDASKIRLTSHNCYSQQPKPQPIKYRGVERLSD
MLVHYNQTSDILYFETLDLPLPELQGLKTLKVAFHNAKTEEVSVHNIRLPKQSTVGDVVNELKGKVELSSPKAELRILEV
FYHKIYKIFPLSEKIENINDQYWTLRAEEVPDEEKELGPQDRLIHVYHFTRDASQNYMVQNFGEPFFLVVRENETLTEVK
QRIQKKLVISDEEFSKWKFAFLSLGRPEYLQDGDVVAARFQKRDTYGAWEHYLGLEHADCAPKRSHTTNQNRHNFEKPVK
IYN                                                                             
>Php_XP_001770107                                                               
MKGLMNLGNTCFFNSVMQNLVGVRMLREHFSKETIAQEGVLKLSLRKFFMEMDPNPIERSDLDIGAERSTRARSFGNGIQ
QDSHELLRCLLDGLHMEEESIRKARTGADKEIESATDSKVKENGSLDKVPKRSETLVEYMFGGQFSSTVTCCECGHSSVV
YEPFLDLSLPIPSKQSLGKISEPMGVPILPKEEICAKKLETDAPKLVSVKRDATKRFLISKAPLVLTVHLKRFAQDSYGR
LSKLGGHITFHEQLDLGPDGVKQDGVYQLIGTVEHSGTMRGGHYVGYVKGESDESIEGTSTWYYISDSHVRKTSLEDVLQ
SEAYLLFYERLSFD                                                                  
>Php_XP_001769911                                                               
MSEEISRIKPQHAWSQKNNLRKWTQCCTLHQEAPCGKISFVEETYQDFCLASREDERSDESKEWSLESLLNLYFQETTIC
RKCEGCGAEDSKARAQILQLPHVLVLELKQLHMDRDFPCTKVTSHVKLNSRLNIGAS                       
>Php_XP_001768627                                                               
MVVPPQDLNDGIEPMEGHGESVATVENQPVDDHIGKFTWTLTNFGKLSVRKHYSDPFVVGGYKWRVLLFPRGNNVDQLSI
YLDVADSNQLPSGWTRFAHFNLAVLNQYEPKMSVRKDTQHQFNARESDWGFTSFMPLHELYDLSKGFLVNDTLVIEADVN
APKMVDYWSHDSKKETGFVGLKNQGATCYMNSLLQTLYHIPYFRKAVYHMPTTENDAPSSSIPLALQSLFYKMQYSDTCV
ATKDLTKSFGWDTYESFMQHDVQELNRVLCEKLENKMKGTAVEGTIQNLFEGHHMNYIECINVDFKSTRKESYYDLQLDV
KGCKNIYDSFDKYVEIEKMEGENKYQADQFGLQDAKKGVLFIDFPPVLQLQLKRFEYDYMRDSMVKVNDRYEFPLQLDLD
KYDGKYLSPDADRSVRNLYSLHSVLVHSGGVQGGHYYAFIRPTLTNQWYKFDDEHVTKEETKRALEDQYGGEEELPAQNP
AYNQPAFKFTKYSNAYMLVYIRDSDKDKVICNVDEKDIAEHLQIRLKKEQGEKERKRKDKAEAHLYTVLKVIARDEDLSN
QIGKQQFFDLVDHDSVKSYRINQEVPFKQFKEDVAKEIGIPASCQRYWLWARRQNHTYRPNKPLTEQEEMETVGKLKDAS
NKTHNAELRLWLEVNYQEGIPAPVPERTKEDVLLFFKLYSPEREELRFVGRLFVKANGRPVDILEKLNQMAGFAANEEIR
LYEEIKFDPTVMCEHIDKKSTFRGSQLENGDIICYQKARTKEEEAKFNYPDVPSFLEYVCNRQIVHFRRLEKPKEDEFCL
ELSKQHTYDDVVEKVAKKLGLEDPSKLRLTSHNCYSQQPKPQPIKYRGVERLSDMLGHYNQISDILYFETLDLPLPELQG
LKTLKITFHNSKTEEVSTHNVRLPKQSTVGDVINELKTKVELSSPKAELRILEVFYHKIYKVFPLNEKIENINDQYWKLR
AEEIPDEEKELGPQERVIHVYHFLRDAAQNQMQVENFGEPFFLKVKESETLASIKARIQNKLQIPDDEFSKYKFAFLSLG
RPDYLRDDDVVASRFQKKDSYGAWEYYLGLEHIDSAPKRAHQTNQGRHSFEKPVKIYN                      
>Php_XP_001765324                                                               
MGSKNFEHREHEHRENRRDDASRLVPCEHLAEYRARNGSESLRVLQRCVKTEASGRACIKREAKEVPRCGSCSRARGRLY
ACVVCGTIGCWSPPDALHARTHAQDNPGHGIAVDIERAELFCCFCGDQVYDVDFDRAIIAARADVLRRETEERRRNAGDV
GDNLKKNVGSGCGRDGCGDFGAGSRTVSGLVVSSPCGGEVGNSHESRKRRRSIEYKPWVASGQEQLGLKQSSTPLNDGKK
LPAGLRGLNNLGNTCFMNSVLQALLHTPPLRNYFLSDRHNQAMCQRGDAQLCLGCDMDIIFTAAFSGDRTPYSPANFLYS
WWRYASNLAGYEQQDAHEFFISLVSGIHDEGGTTSSCKTTRSGDDNCHCKVHRVFSGLLRSDVTCTVCDLTSTTYDPCVD
ISLDLEPDFGTEKGFSESIIHAEHGGRTSRAASSASGASSLLGCLDRFTRPERLGANEKSFCERCQTRQESIKQMSIRKV
PLVLCFHIKRFDFTRNQPKKLDRYVQFPLFLDLLPYMSSSIVRLRHGNRLLSVSGDASNLPPSQSPSEFELFAVVTHSGK
LDSGHYVSFLRLNKCWYKCDDAWITRVTEDYVRASQAYMLYYVQKTLFYKASDTARPPMGG                   
>Php_XP_001765279                                                               
MVMGASGSKLEKALGDQFPEGERYFGLENFGNTCYCNSVLQALYFCVPFRDQLLEHCGQSKPVAEAEENLLTCLSELFSQ
INSQKKKTGVIAPKRFVQRVKKQNELFRSYMHQDAHEFLNFLLNELVDILEREAKAAKSNSGCETSPGKVVGNGSVSGLA
NGTHKEAVVTWVHKIFQGILTNETRCLRCETITARDETFLDLSLDIEQNSSITSCLRNFSSTETLNAEDKFFCDKCCSLQ
EAQKRMKIKSAPRILALHLKRFKYIEQLGRYKKLSYRVVFPLELKLCNTTDDAPGSEAEYSLFAVVVHVGSGPNHGHYVS
LVKSHNHWLFFDDENVEIIDESIVQTFFGSTQEYSNNTDHGYILFYESLEQKS                           
>Php_XP_001765195                                                               
MGASGSKLEKAFGDQFPEGERYFGLENFGNTCYCNSVLQALYFCVPFRDQLLEHCGQSKPVAEAEENLLTCLSELFSQIN
SQKKKTGVIAPKRFVQRVKKQNELFRSYMHQDAHEFLNFLLNELVDILEREAKAAKSNSGCETSPGKVVGNGSVSGLANG
THKEAVVTWVHKIFQGILTNETRCLRCETITARDETFLDLSLDIEQNSSITSCLRNFSSTETLNAEDKFFCDKCCSLQEA
QKRMKIKSAPRILALHLKRFKYIEQLGRYKKLSYRVVFPLELKLCNTTDDAPGSEAEYSLFAVVVHVGSGPNHGHYVSLV
KSHNHWLFFDDENVEIIDESIVQTFFGSTQEYSNNTDHGYILFYESLEQKS                             
>Php_XP_001762980                                                               
MDEKYTSTSTQIELNTECHTDETDSARNGRSAKRGPHENAENGKGSGRVSSQGRGRPRQGGIVVVILRHPAIILVAPRLR
VDFLPSPDCWPRYFRAPPPPRHCMLSGGLAGCLRHDCWNCKWNSSRMRMGVPDARGRIKIGVEELRIARVCGYVTMVRAK
LRELAYVTQQRANEPVCCTLFDPLLDLLWTASSAILATNSLDTLSNDGEGQRCGAFECSCCTETGLIFIWGLGLKQGSLH
SFICPTLDKYSFFGAHPSAVVGLLGAAEGILSVSSEYVRMHTRGGVSLMSFSRDDDVLGITCCDWERPGAGRVLIGHSGS
RLSVLDLSTAYIASSVVVGQDIAVMRSNGRLVACGGMGGDIILKDFRTMKTEHTIDAHPGKVSSLDLKGDLLVSCGLTRR
MGRIYCEAVIKVFDIRQQARPLSHIPFSPGATILRFQPKFSSIVLATSASGAILLTDVQGVGADVQSYQVDCESDHLLST
DVSSSGELLAFGDSGGYVHVWGASEHDLVNLHSLPTEVSLDFQARTSVKSVRMDAKLNWVELPDIVQPLAENHVCELESF
SDVFLPATTDVPFSAMDMSTPIRVGLPPRIVGKHLLEQMNAHDFVGYVPNPYWRRGSSQGSASRAVAGIRNLRQTPKIDV



KPQSTPVQRPGVSVFTTKVTTKSGQSWLPKTYRRVEIKQSQYKLKYEEFDFSYYNKTRFAGLENDIVNSYCNALLQVLYF
IPALQAAVTSHVCEREFCLTCELGFVLHMLDVAQGGTCQPSNLLRALRQIKEAAALGLVEGPEEWENSKEKSLAKRIQSF
SRFLLEQIHKEGAGSMDPEVPSPLPSISNQLFGMVIHVHSKCRGTSHEDVVQERLSFQVDLQYPAGKPNSVRPSFAELLQ
NSLCKQEDMRAWCPHCRAYVSLQQTRFPCSLPEILIVNCCIQREADLYYWFADGDYPPTSDSGKTGISNNGSNSTSSGGQ
VVRSNWLPFRVEIAVDPAASSVTVTEGGTEDSKDVGKSKESVVAESAETTTSTRAVYELTAMIPSSYSDSYGGISLSSPG
PGVNSSTAFSKLQLEPTPVGLGGASTTSDWVLFNDFCIAPTSASDVVTLYGKQKVPCLLYFSRVKEPVVDSSNHTTQSLP
AGSLTIQPSPAGFQGRSHGTPISDEIFKRLILETRASLDSPAAVSNPYTTFLPFDMTTEFPKPRMLLGLDAEFVALAPAE
KGIREDGVEYVKRPARLGLARVSVVRGEGLKAGVCCIDDYICAVEPVYDYLTRYSGVAPGDLDPATSKHPVTTLKKAYVK
LRYLVDKGCRFVGHGLKKDFRMINIVVPQAQIIDTVELFHLKRQRMLSLRFLASYLLNTNIQNETHDSIEDACTALRLYE
KYKQLVAAGEFHDKLLEIYRYGRKYNWEIVKDVSEESVRADPTPS                                   
>Php_XP_001762441                                                               
AALVKRECEKALVALRRGNSTKALKLMRDVCSRNEASGIAHRVHGHIFMRQAAVIEDSRTKQKHFQSALESARKAASLSP
QSVEYAHFYAQLLYEAAKDSKGYEDVVQECERALRIDDPVDPAREDLHHEQQQELLTAEARIAHVHQELRSLMQKANLTS
ISTWMKTLGSGMGEEKLRFVQMRKFANQDPMEQRVSLPKRPHEVKKVVKTPEERRKEIELRVAAARLLQQRDSSADGGID
YPEDHEKSLQKKLERRKSSGLNSRKISKPLSIDERIDRVRQFWYDLTPEKRESMLEVSIAKLKDHLASWKVGGGLVKSHA
ASDALSEALEFAQEYKTWRFWACCKCGERFVSYHDLSHHTLEKHMPTLPQELQQMIPQEFDQEWMDQLLDEDCRPIDGVA
ACEDSKFSQKSTDKVINAKSVEDAKEVSLETFKDIEAGPDQGASGVGQEYMRACKGDCRNGMQIGRTAKVDVPSQDLPLV
DDEARKKLLEKIHGLFKVLIKNKCLTRDYVSKIIEYSTEEIQSLFSSPARHDEFNPSPLYIRFLELKPLQHVYNYLVELA
QACGVNRYSENTVHRGNGEGGEEETIEDRMFPNEDFTNLLLDERVLKEGPKEFVVEKDAVSHRQRLPLMKGNNGELSTKH
MDRQLSWIFGTTGYEYQPSGWKQFREEQGRSGRDVCRAYENDFANLLDLCKQKYELVSDEDALNLVKRSCLEENKRREYQ
PDGSVSRSSDGSLGVRVSDWDGYETSAWKTQEFVQCADRRADAYSLVDAARIRQRGKLSNKASHLIEHCLKMCILKHRKL
VMLQVNHLDAKIMRATDDLLKKEIKLGQLAVLNYRAVVLPLVKSLLQTRLETEAERDAQQKLDAVQEALLAELAKDQKSS
APKEVEHQKQVRGKSKDKKKVKDKKKFKDAKVKPQDETPRWEYVEHLMQKFCNNGDNWDWVVRDDLNQQREFEIQHQALL
FEEERKLMEALELQRRVEDEAKQKHLAEQERKKKIAKQAMKVLEKEAVGTFPFTSESVDPVPDQNVPQISGNMNGSADFD
LEVTEQQLVKDESNKTLEKAGFAGHTPLAGSNTLLSGDGEHSNAVQKKPRNGSRNRRRKGPRIYAEEGIVGDQDTQSCNA
HESVNDELICKRGSLCLQAAGEHEGKKSLRQLQAEQDDEERFQADLEQAMRQSLVVPNHVPSSPIHTVRSNGTSGDHRAQ
QLLETGIIGPITGVVETSSKEIEEFGKGLRNEIGQYNCFLNVVIQSLWHLRRFREELLADTSTQHVHIGSPCVVCALRDI
FLGLDAPIHNSSSRDAVAPIALRVALSALYPDSDLFKQGQMNDASEVLGVIFECLHKAFVPNATSVGNSESSITRGSWDC
YEEFPCMAHALFGLQVAEQMNCQGCHLESRHFKYTTFFHHINASALRSAKALYEESSMDDLLKLVDMNDQLTCDRTDDGG
CGRQNHMHHFLQAAPHVFTTVLGWQNGRESFEDISATVDAIDVALDVGVIYCGLDKGFQHRLVSVVCYYGLHYHCFAYNQ
ELGRWVMFDDSTVKVIGEWKDVASTCRRGHLQPQVLFYE                                         
>Php_XP_001760452                                                               
MTVIAAPPEEDDDMLVPPQDFNDVIEPMEVVGQGEGVVTVENQLVDDPQTGKFTWPIENLSKINLRKHYSETFTVGGYKW
RVLLFPKGNNVDHLSIYLDVADSAQLPYGWSRFAHFTLAVVNQIDPKLTVKKDTQHQFNVRESDWGFTSFMPLHDLNDPS
RGFVVNDTLIVEADVNVRKVVDYWAYDSKKETGFVGLKNQGATCYMNSLLQTLYHLPYFRKAVYHMPTTENDVPSNSIPL
ALQSLFYKIQYSDTSVATKDLTKSFGWDTYDSFMQHDVQELNRVLCEKLEDKMKGTAVEGTIQQLFEGHHMNYIECINVD
YKSTRKESFYDLQLDVKGCKDVYESFDKYVEVERLEGENKYHAEQFGLQDAKKGVLFIDFPPVLQLQLKRFEYDFMRDTM
VKINDRYEFPLQLDLDRENGKYLSPDADRSVRNLYTLHSVLVHSGGVHGGHYYAFIRPTLSDQWFKFDDERVTKEELKRA
LEEQYGGDEELPQTNPCFNNTPFKFTKYSNAYMLVYIREADKDKVVCNVDEKDIAEHLQIRLKKEQEEKERKRKEKAEAH
LYTIIKVGRDEDLQNQIGKDIHFDLVDHEKVRSFRIQKQTPFTQFKEEIAKQLGVPVECQRFWLWAKRQNHTYRPNRPLT
DQEEAQTVGHLKEASNKAHNAELKLFLEVQRLPGADSVPIPPPIKTKEDVLLFFKLYNPEKEELRYVGRSYVKASGRPAD
ILERLNEMAGFPPNEEIQLYEEIKFEPNVMCEHIDKKSTFRASQLEDGDIICYQRALTRGEEDVCRYPDVPSFLEYVRNR
QNVHFRRLEKPKDDEFCLELSKQHTYDDVVERVAEKIGLEDASKIRLTSHNCYSQQPKPQPIKYRGVERLSDMLVHYNQT
SDILYFETLDLPLPELQGLKTLKVAFHNAKTEELSVHNIRLPKQSTVGDVVNELKGKVELSSPRAELRILEVFYHKIYKI
FPLNEKIENINDQYWTLRAEEVPDEEKELGPQDRLIHVYHFTRDASQNHMVQNFGEPFFLVVRESETLVEVKGRIQKKLL
ISDEEFSKWKFAFLSLGRPEYLQDGDVVAARFQKRDTYGAWEHYLGLEHTDSAPKRSHTTNQNRHNFEKPVKIYN     
>Php_XP_001760451                                                               
MPTVSVKWQKEVFSAVEIDLDQPGYVFKCQLYDLTGVHPERQKIMVKGGLLKDDADLHKLGLKEGQRLMLIGTADAIPQA
PAEVPVFAEDLPEKEQGAAVLGHTAGLVNLGNTCYMNSTVQCLHSVPELRDALRGYSAAGANILDPLSHTLTVATRDLFN
ELDNSARPVAPYRFLTVLRDKYPQFGQQTNQGVYMQQDAEECWTQLIYVLSQGLKSSSINKQLSAPLVQELFGVELQNTL
KCAESSEASSENETVFSLKCHISQEVNHLHDGLKHGLKGELEKTSPLLGRSALFIKESHIQKLPQYLTIQFVRFFWKRES
NQKAKILRKVGYPLVLDVLDFCTEELKEKLVEPRRRQFAAEEVKAGLKKDEKGKVGAEGVKSLETSTLSERKEHDMDTDG
SATSSTTKSDGSGAATEVSGIYDLVAVLTHKGRSADSGHYVSWVKQDNGKWIEFDDDQPTVQREESITNLSGGGDWHMAY
ICLYKARAVPPA                                                                    
>Php_XP_001760410                                                               
GLSNLGNTCFLNSVLQCLTYTPPLAGYLDSGQHKATCRAAGFCAMCALQEHVRQALASSGGAVSPSTLVKNLRCISKSFR
MWRQEDAHEYLRCLIEGLHNCCLPPGVKSNSAVSQERSLIHKIFGGRLRSQVKCTVCLTCSNTYDPLLDLSLEIVRADSL
TKALNRFTAVEALEGDNKYHCSHCNKKVRALKQFTIDKPPNILTIQFKRFSSTGSSGGKIDKKIEFGRTLDLKPYISNPQ
VCSATDAKYSLYAVLVHAGWSTHSGHYYCFVRTKGDMWHALDDSRVKQVSEKSVLDQKAYILFYIRDSPTRS        
>Php_XP_001759420                                                               
GLKNLGNTCYLNSVLQCLTYTPPLANFCMSNLHSILCTSPNNSNCPFCFLELRIQRSLTFEGPIDAPIKIHNRLQYFAKH
FRNGRQEDAHELLRYAIEACNHVCVQLHKIVQVGSKEEPNTVVKEIFGGLLQSQVKCLSCSTESNKLDEIMDLTLDIVRL



SSLSEALCRFFQPEVLDGENKYRCDQCKKLSPARKQMSVYRAPNVLVIQMKRFEDIYGGKIDRHVHFEERLCLAGYMCRA
GKYSLYGVVVHAGSSQDSGHYYSYVKESSGKWYCCDDARVSQVNAQTVLAEKAYMLFYVRSTLS                
>Php_XP_001758710                                                               
MVGAQHSDVLRSLGLVSRASRRHVALPLSWNTLLKHGKGKDLAMMLTLLGAGSMGAFIAMRYAFKTPVALTFSWTDNKKA
SADVKNKADPELTIAGLQNMGNNCFLNVVLQALASSDVLVSFMEECAGVIDTQGVQAERTTMPLAAAVADLLRELAQGQI
ARRILSPRKVMLALNLYSRQFDLSMQQDAAEALAYLAAGLQEERDKYLNLHRPVSQSFGSVLDMNLATPQLDQSLLHWPL
EGTLGSLMTCQRCDFQFSTVFQYFNDISLPLSRRTDGSIIDNCTLEDCLDRFTAPEWVASVKCSHCAHMEASKVLRSQMD
NTDLTTDQEQLDVHIIQEKIKIIEDCSCDDDCSCEALVLKQGGVWNSVRTNASKRLRIGRSPEVLCLQVQRAVVNEVGEL
RKLSVTFHLMSLLVKEIETLFSVLAVFNYASVQFDVGHVRFPMILDLFPYTVASQENKVRMIDTRTEDHGKSSIRMLGQR
GVVFSHIRKLQGPGYSSLLFPLERGIKGGSKSSTQTDDVLSTTESADARVTTEDVVTDTVSDESLVLEDSLADLAAMNNQ
AITKNKEARDLTHQETPNSDGTSMVDISDASSSETITSSTPGCSGLVAASSICHRSKPWKPENSNEFLLDLLVAPDVLVD
RHSIQVSGSIRPQNAQAERTLTSRKLLYELLSIVVHHGGPHSGHYTVYRKVRLPKSRDSKVKSAEEDCAGLLCHTEVREH
SEKVEIDATVTSRVLEQLQDGRERLREATEEGNARDEEIVLWFKVSDSNVRRVEELESTKCGLDYESLLPLTFASIMTGF
GILLSISEENAF                                                                    
>Php_XP_001758249                                                               
CIVCLQRTKRRCSRCKAVFYCSRECQERHWHGGHKNDCRIFDSSSSPRSSNGDNRDVSDSLTPRSSISNTSIDESMLFPY
EYFIELFDTDIKFLPCGLVNCGNSCFANAVLQCLTHTQPLVAYLLGGDHGRHCKCISVDWCFMCALQQHAVKVIQQRPFS
PSNILSHLSNIGRGLDFGNQEDAHEFMISAIHLMQSICLDGAGGENAVDACTEETTLIHHIFGGLLQSQVTCKQCRHQSN
SYEIMMDLTVEINRNVRSLEDALAQFSAHEFLHGENKYKCDRCDAYVDAYKRIAVHEAPNVLVVTLKRFKGGRYEKLTKE
VVFPEILDLTPYMSENGDRPPHYNLYAVVVHVNESNASHYGHYFCLVMNPSSHWYRVDDMKVTEVSVNWVTSQEAYILLY
KRSSFSNLNLSNTISVQYLIFDSIMTTLEV                                                  
>Php_XP_001755020                                                               
MAGTAFETSDRHPSPPPHCTSRSHSRSTVYHRSKDVRCWGSPKDSPRYHDTTRRYTSYDWLIGACSRRGFWGVSGSSSGS
GRPSLPSSRLEAGKMSLVVNMHQRRTVATGTVATGRQNQDPNTPVNPEKKRTSKRLQPEVQKSIEEVLNHSRNTKGRGRS
MVLAALQKKAAEQKNPATVKTSPVKRNQRGGSAQKNAHSDDMTSALVAPELQGSKIPISDIRKRHVDQDQARAPLTVLDA
SAEDEPKTNWKDLAGSSPSKPSRKEETPVVYQKKQKTESASPIPAAMMSNRRPVTYGASPLPLPSPPPAPESKSPCSRNV
TENPAAGGSMPTVEQVVEITSLQPAKRHLVSPSQTQEESDLCGSSAVVRNVEASNPIACQRDSESQILELQNQMFSFIPT
SSRRMHGLSNLGNTCFMNVIIQCLYNLTSFVAGMEQFFGPLLNKNAPEGSAPLMSQDAVGVHTALLKVFRDLKHVEGYET
VNPSVLKQAFAKHQSSFWDCIQQDAHEFFCSLVDQVQENVSCELKRLYPIDAERPKLETVCPTTQNFSCLVRNSLTCTAC
GKVSSVEETYRDFCLALPEDERCIDFYRTDESKDWSLESLLNLYFQESTICRKCEGCGAEDSKARAQILQLPHVLVLQLK
RLHMDRDFPCTKVTSPVKFNSRLDIGPWCAQDKQKFWSPTNVDSQNYEGMESAASVCSAQDKFVSISQGTLDCRSQDMSD
TSGTNRTADVGTSYRLYGVVNHLGFTSTCGHFLADTLDPEANRWLRCDDSLVTDVSEDSVSANVKEAYMFFYVHQPLVRK
FYLEAVTEASAGSPYKTVTLRSNVQYGSEYLSVRWEKHCCDTRRDTSATKMPRHLPVVNSNFTSPRLLCTWLEEAHPCNC
LRVFWQLFVINLPESSDCTYIIDPWNLWKPFGKNVAEPPWNESSNDMSGITCIVILSLLTPKLLCWKPCPDSCIDVITQE
MVGELAQGTNALHEGTGNSTLFAACMETPSDISYNNVNSTTRQASKSSSVSITKDIHSLPKLTPSAHRSLNEQTPELLKT
TTGGHKHRIIFQLWRSGFVRRGAEETNI                                                    
>Php_XP_001754842                                                               
RRIHASQCITKDDVVQLFHINKTPCQGCRANSKDNPNCFCCFVPPSNGVRKQGLWQKVANSVTELGPDPGEALRPSQDSP
SGLTNLGATCYVNSVLQCLYMTRAFRTGVFAAEMELVRSHPVLYQLGLLFAQLHSGKKIAVDSAPFASTLELDNAVQQDG
QEFMKLLLSLLESVLGMSQNVRARNVVQNVFRGTYSYVITCSKCGQESDLSKQAVDFYELELNVKGFTSLEESMNDYLSE
EILQGENQWMCESCKTRVDATHCTKLRSLPPVLNFQLKRFVFNTKTSTKKKVTSKFSFPRTIDMGPCLSTYADIESRAVY
DLSAILVHKGSMANSGHYVAHIKDDRTSEWWQFDDEQVTSLGFHPLGEATSQSAASKDAVTQEAIVSEASGSVDASSRSH
SESEILTSADAYMLMYIRRADAENDKLAVFAVGEPSPMEVEGDRRIDDCAGLPEQLRLEIDQMNNDFEAMCSEYTRRREE
ELTRIGERKEEVRSILALATAKALEEPFFWISTEWLRSWADSLTPPASIDNSPLLCPHQKVSPKSLPVMKRISAKAWKQL
EALYKGGPAISGDDYCVECIFEDARAAASADTYRDQRMYMREVIEDVLNGRGLDDKTYLVSKTWLQQWVRRKVADAPSDA
DAGPTAALRCPHGGLLPEQAAAAARRQRVPQIVWEYLVHNAELVENSNAEGHQAFPGDQNTCSQCQIEVNKAATKKEGLR
ATKFEQRAKHEALYGGKPTVIFPGCTYYLVPTVWLSKWRAYLGAAGKNVLAVDEPVGLEGFILSLLCQKHEGMLFKPPSL
TRGRRGEIVQRTFNDDVFTVISEDDWHNLCQQWEIDAAKGIRAEVELGNLSTDINKNNAFEGEPEIIHLSDEDDRGIKFE
NAPILRTTPEVCRECIEERETHEFLTKLNYTNREISVTLVRGKEPPPSLLLSPGSEAERRTSKRARRASATSNGRIQLNV
SGDTTVFQLKLQIWESLGVVKDNQKLHIGKEELLDDNATLADLNILPGTNLWVMDTGQHENRDIAEELTTEKPGRIETEE
GFRGTRLLMGGLPSLVESLAAHAVQSGFVPPLFDSNNGSEPIRMAETSTAENQKMDASNSRVEVSDEPMDTERLEPERVT
QRTSAEGSSDSHPSVVDAAGPDERPDVSTVDMELMEEAGMIFRGRN                                  
>Php_XP_001753086                                                               
ESDEEAERSRAGLRRDIELRKDCPYLDTVNRQVLDFDFEKFCSVSLSNLNVYACLVCGKYFQGRGRKSHAYTHSLEAGHH
VFINLHTEKVYCLPDGYEVNDPSLDDIRHVLNPRFTRAQAEQLDKIKQWSRALDGSDYLPGMVGINNIKENDFVNVTIQS
LMRVTPLRNYFLLPENYKHCKSPLVQRFGELTKKIWHTKNFKGQVSPHEFLQAVMVASKKRFRIGVQSDPVEFMSWLLNT
LHTDLGGTKKRNSSVIYKCFQGELEVTKETQKKGDVSKMPFLMLGLDLPPPPLFKDVMEKNIIPQIPLFNILKKFDGETV
TEVVRPQLARMRYRITRLPQYIILHMRRFTKNNFFMEKNPTLVNFPVKNLELKDYIPLPKSKDGEKQRTKYDLIANLVHD
GKPGEGSYRVFVQRKSDEMWYEMQDLHVNETLPQMVALSETYMQIYEQQQ                              
>Php_XP_001752652                                                               
MGASSSKLEKVLGDQFPEGERYFGLENFGNTCYCNSVLQALYFCVPFREQLLEYCGQKKPVAESEENLLTCLSELFTQIN
SQKKKTGVIAPKRFVQRVRKQNELFRSYMHQDAHEFLNFLLNELVDILVKEAQAANSNSGSHTSPEKVVGNGATNGLANG



NHKEPVVTWVHKIFQGTLTNETRCLRCETITARDETFLDLSLDIEQNSSITSCLRNFSSTETLNAEDKFFCDKCCSLQEA
QKRMKIKSPPRILALHLKRFKYIEQLGRYKKLSYRVVFPLELKLCNTTDDAPGSEAEYSLFAVVVHVGSGPNHGHYVSLV
KSHNHWLFFDDENVEIIDESIVQTFFGSTQEYSNNTDHGYILFYESLDQKK                             
>Php_XP_001752162                                                               
GLMNLGNTCFFNSVMQNLVGVSMLREYFSKEPSVQEGDGDDDSKSASARTMRTRSFGANVGNAVSPTRLFSAICAKAPRF
KGFQQQDSHELLRCLLDGLHMEEESARKAQLSAESPTEPNGTVKEEGSHGNPIKVPVTFVEHVFGGQFSSTVSCCVCGHS
SVVYEPFLDLSLPIPSAREVYTYPMMSLEGCLQAFTKTEVLSGENAWGCENCAKVERNATKRFLISKAPRVLTVHLKRFA
QDLHGRLSKLSGHITFHEQLDLGPFTDKGWDGVYQLIGTVEHSGTMRGGHYVAYVKGSVNYEESEADDSPKGASTWYYIS
DSHVRKTSLEAVLQSEAYLLFYER                                                        
>Crei_XP_001702430                                                              
GLAGLSNLGNTCFMNSSLQCLAHAVPLMQAFLGGTYIKDLNRTNPLGMKGELAEAFGMLLQQLWRGGVSSVSPRSFKAKI
GRFAPQFSGYAQHDSQEFLAFLLDGLHEDTNRIKTKPYFETKDEPGRPDEELATEAWSQYRARNNSLVVDHFQGLLKSGL
DCPKCAYHSVKFDPFMYLSLPLPESRRRPVALEDCMRVFLQPERLDESDAWYCPRCKEHVCADKKLDLWSLPEVLVVHLK
RFSYTRYSRNKLDTRVDFPLHGLDLGSYVLRAQGVAPLYDCFAVSNHFGSMGGGHYTAYAKLPGPPPGTAAGADGAEAWY
CFDDSHVSAVEPEAVRSSAAYVLFYRR                                                     
>Crei_XP_001701682                                                              
PADWRCDETGVTENLWLNLSTGFIGSGRKNWDGSGGNGAALRHFEAGGRKYPLVVKLGTITPHGADVYSYAPDEDDMVED
PGLAQHLAHWGIDIMQMEKTEKTMSELQADLNTGYEFSRITEAGAALVPLAGPGHTGLINLGNSCYMNSVLQVGACAVAP
ADPSNDLPTQLAKCLLRAMRVGLVPLPDDERVTAVRPLSFKSCVGRGHPEFASGRQQDAAEYFTHLLELVRGADLGLLPL
PTAFRFNLQDRVQCGESGAVSYKRQPHSLLMLQVPLEAATNSEAVAEYRDRQAKRQRLKEHGAAVVVVAEGEEEAVLPRV
PFDACLQRFSGAEVVEDYRSAALGGRATTATKTTRFASFPPYLIMQVNRYFQDKDWTLKKMEVLVDVPDVIDLEPLRAPA
GPAPGEVLQPEQQPEQQQQQQQQPAAAAQPAQPDPALVAGLVDMGFGEAACARAAAAVSNAGLEAAMEWLLAHLEDPDIN
DPLPAPGAAPAAAAAPAAAAAAAAAEADPEKVSTLAGMGFSEEHAKAALQACSGSLERAADWLFNHMDDLDTAVAKVRGA
APVVDGPGRYELVGFISHMGSNLACGHYVAHIKKDGRWAIYNDEKVAVSEHPPRDLGYLYLFRRLPAQQ           
>Crei_XP_001700667                                                              
MTQPAEQAASAPSPAPAAEAVASAATAPAVTSAPAASSKRDDAEPVIPAGKNLFGLLGDAGDDADADAAASRGEGDEAGA
VAASGDAAGARLVDAAELLRQLLSPTAADQLLACSSRRGEQAESQSLLQPRGLVNTGNTCFINATLQALIACRPFASVLS
RLPGVVPLLEPAKCPTLYGLAQFASEMAAAGASGAGKAGAGGGGVPGMHDSPAASEDDGWAEVPATRGKKGGKKSTSGFS
FGVLAGSPAQAQAQQHAASSAAVSTAATGSGKDAKDGAASSKDAVMALLLGGKPLVPSMLNGIVAAFNPRISIASASSTS
SAGAGAGGGGGKPSMAQLLSKGGGRSAGAVLVEQQEQQDAQEFVHFLVDRAHEEMVALRKAHGLDEAQHAQGSASDGGAQ
NGDDADEWAQVGRKKNKATVTRQVGAPAGDASSRSAVSAIFGGLLKSTIRFQPPHGHYKPSTTIQSFNMLHLDIAGNEIS
SLEDALRHHSVPESIEYKPDGASEMLPVKKDVRLYRLPECLVLHLKRFTYSATAGGHGGGYSKLHKMVAFGNSLRLDSKV
LADDCPDRSQPEYRLFATVIHHGRSIAGGHYTADVLQPDGVTWLRFNDAVVDVVPEAAVLGERPYLLFYQRSRS      
>Crei_XP_001700471                                                              
MPTRRDGLAAGRGNAQLQDAYDMGNSDGEAEGSGQAAPAWPKSTGMKRPPGAAFGGSEPRKQQCTVKSMFAAQRERIYQN
RLTPAGMVNLGNTCYLNSVIQVLLHMPSFNGDLGHPALEKLRNQQLLPHGSAGVWAALQATAHRLRIATASRSPSSDLAK
PAVEPGELRAAMGRRSGRWRGFGQQDAHEFLVELLEALQSEVLAAEAVAAGKQSIRMSRTRDPAARNLSGCLAHTWTCRS
CGHVARAKEVFSCLSLQLPPSGCVRLEDLVSEFLKDEVVDKNCDSCSPSSPVPHTASHHFWRLPRVLVVHIKRFMPLQQQ
LPAPALLAPAAQPPPSAPGQGVQREQTKEGSMPAPSAPGSMEDEAEAPAPPAGAHVGGGGAATGPGALLRRGREGARAPA
GGRASGHTVVLDLSDAVPGRAPPKPAHVKGDSSDSSGGGWVNGVGGKHHPLGSLHHEHHQHQPRDAGSGGGTGSAGAPDV
DDGAAPVMFADGDDASPLEIQDESPSGAVARAKAGKAAAAGAAMGPALSEASGEGGGSAVDTGADDDNDHHHNHNSDKHA
PAAGTGLKGGVVGGSGITRIKPGGRKAAGLLASKRRKKRGLLAGTGGGHEHTHAHGTHAGFGFFSGTGAANDGTTAQPTT
LKRVTATWEPFQRHRARKRPPPKPQRRVQVTRVDLTGGDDEEDPELAKALALSMETYTAAAYRLVGVVRHKGQTPFSGHY
VADVLVRHTAEGAPVWYEHNDSVTHPRVDA                                                  
>Crei_XP_001700098                                                              
WEIHNFAKLTQADRQTSETFEIGTYLWRMLCFPRQNATPHRHVSVFLEYPEASFTPNHLSPKASFKLIIKNFKDPSKNFE
KSADHTFESHQVDWGFSQMLPLQDLNSGYLREDGAMVIRVEITIQRDERFTYDSRTVTGFVGLKNQGATCYMNSLLQYLY
NVPLFRKAVYHMPVPENEEPSKSLPVALQSLFYKLQYAPSAVSTKDLTASFGWNTYDAFMQHDVQELNRVLCEKLEEKMK
NTKVEKAINELFEGFTYNFIECIGVDYKSTRKESFMDLQLDVKGCKNIYDSFDKYTEVEVLNGQNQYKTDDFGMQDARKG
ILFESFPPVLQLQLKRFEYDFQRDSMVKINDRYEFYDELDLDREAGKFLSPTGAQQLSTGSLSAPRNTYKLHSVLVHSGG
VHGGHYYAYIRPDGQQWLKFDDDRVTKAEPHDALEGQYGEAGCILYRFPNHVGNPRLPRHPQCSNAYMLVYVRVADWARV
MCDVTKNDIAKHLLDRLEV                                                             
>Crei_XP_001697206                                                              
ITRLPRYLALHYRRFTKNNFFIEKNPTLVNFPVKNLELRDVLPLPERPAAAGGAAAGAPHADAFALSSKYDLVANLVHDG
KAGSGSYRVHVHRRVEDIWYEVQDLTVTDILPQMVALSEAYFQV                                    
>Crei_XP_001697158                                                              
MTTVKLNVKWGKESFNDIEVDLSQPPLVFKAQIFALTGVPVERQKVLLKGAQLKDDDWGKAAPKDGMTIMLMGSAEAVSV
EAPKNAPKFVEDLPEQEQEHLDTKRFGAGLHNLGNTCYMNSTLQCMFAVQPLREALYKRGAAAGADPTGRLVSATAELFR
DLEGGGAPFPPYAFLMALRAKFPQFAQQGQGGVYAQQDAEECWTNVMYALKEKVKVRGAWSMEVLVHCGAAARTFSREDG
LSYTLKVNIEDKTAHVSEGVAVGLREERERTSAALGRTALFKGATALTELPPYLTLQMMRFFFRRDNQQKAKILKKIPFS
LEFDAYEFCSDALKKQLEGPRQAFKEAQDAAMEAKKLAKKVLPHLPHLPFTPAPQPGPRPTSSQPAPPRPHTGKYELVGV
VTHKGRTADSGHYVAWVKQPSDGTWVCFDDEKLTIRSEEEVLQLSGGGDWHMAYLLLYRA                    



>Crei_XP_001696671                                                              
EDAHELLVKLLEALAEVQVAGAGGRTVMREKARAAARAVAAAAAATAANGEDSAPEPPQPVWRGDETSLVHHCLGGYLRR
ATICSCCGHVSQSHEAVLSLEVHLSTRVYNVEAGLQAYFEDEVLDEGNEYRCERCRQLVCATRRVRLEAAPNVLVIALKR
FTAGGGRAAKNNKPVALKLRLDLAPHMAPEPLDDGPVTYRLYAVVQHTGLVAPGAFGGAVSGSAAASGTLNMGHYVAVVR
GGDGAWYCCDDDEVTQVRESDVAAITDAYLLFYERESPRLPPQPQPSAPNDEPGASGSNGGGEALEDADKYQELAAPASD
SWEVLLSPLRRQSVQATASDRWEVVVCPATEGSSDEGATAGATGLEVLQPVWNNSRKVLKVPLRLH              
>Crei_XP_001696552                                                              
GLSNLGNTCFMNSILQSLNAVPELAAAFYHPPERIWSSKAVVAPAYSGLVRDMISGSLGSVVNPSGFLRKVSKQDSRWGD
GRQQDSQEFLNSLLEALQSECNRITSKPVYKELQGKGSEEVQAAEAYVYARTWNDSIVDDTFGGLTQSTLQCLACKRTSH
TFEPFLGLAVPIPQAAGAVADCLSAFTECEQLEGEDSYKCEACKRCQPHAKRMQIFRPPRVLVLTLKRFAQRGGGHGTPG
GYGGFFSRLRGGGTSKNNTALIAVSHHSGSLEGGHYTAQARSCLDGQWYNFNDSHVRQEAGRPGGASSSAYVLFYRMATL
PPPSQHSSL                                                                       
>Crei_XP_001696423                                                              
MGANSSKLEKALAEAPEDERYYGLENFGNTCYCNSVLQALYFCKPFRERLLKYGASLPGNVEENLLNCLADLFTQINSSK
KKVGVISPKKFVQRLKRDNELFRGHMHQDAHEFLNYLLNCSCELLEQEAKAAGGGGGGGGGSSQPITTWVHDIFQGKLVN
ETRCLHCETVTSREEVFMDLSLEIDQNTSVTSCLRNFSSMEMLDRDDKFFCDHCCCLQEAKKRMLLRSVPPCLILHLKRF
KYVEAQGRMRKLMYRVVFPMELKLANTTSDDPAAPDTLYSLTAVVVHVGSGPHHGHYVSLIKSGSQWMFFDDETVELITE
SQVQSTFGSTSDYGQNNMDHGYILFYEKAG                                                  
>Crei_XP_001692784                                                              
KQGAGLHNLGNTCFMNSVLQSLHPPPTAASPAALPILSPSCEDSHEFLRCLLDAMHEACLRRFRPAKPPPELAATTFVYR
IFGGRLKSQIECDGVDYVSRTFDPFLDLSLEINRAASLERALAAFTAAEVLTAPTTSHGRRCGSCASWVRATKRISIEDA
PNVLTVHLKRFEYGGFGAKINKHVAFGTELNLRPYMSATKGPALMYDLYGVLVHHGYSVNSGHYICYVKAANGLWHVCDD
HRVAAVGERTVLDQRAYILFYIR                                                         
>Crei_XP_001691395                                                              
MYSSYGMSELAVAPLDASYPSAVTAMQFSPHYEAMWAGTEAGHLYCLQAPSLQPYAHWQAHPHGSPVLEVAAAGDGVMSL
SAHRLCLHGLGGAPRWSLNDDSGAFSAVCLDAGGGGGGGVAPVGLAGARAVLGRSSARMSLVDVGTGRVTSDQEVLGLLG
GEGVTLLRGPASRGALVAATSLGRLALIDPRAKLRADSALIAAPGGVAALDARGDTVAAAGYGMRAGTVVAENCVKLFDV
RAGLRLLYTLPTSGPPAALAFHPPPLGSACLLVALPSAAFCLADTASGGTSQVYQADMASDQLSTACLSPSGDLEDDSFA
AAVQYPPPSPPPGHTGPPPGLASDWEPAESSAVGLPPRVLDPAMRRELRVVDGVGYLPNPHYSRAKSLADMARHGGASGL
NGGPRLNKWEEFDFAAHNSTGRFAGLENDLPNAYCNALFQALYFLPEFRGLVLAHVPEPDAEFCLTCELGFLDATNARTP
SPGPFRSGIAPQPAPANAALAPALEALMGISFRTRMTCLTGGGGDSVRDGRSFQVDLQYPASREKAARAAEEARQLGLNR
LPGAAPPMRSLLAAAATRAWVDEARGYALVKKVRVPVCLPPLLTVNVAVGDSSEAAWWLPAKGPAPVLANPDVVACVYEL
AGSDAAAAQDSDTNGRAGASGPRNSLSSGAGGAGARSQGAGTGTGRGHPQGPEWVLFNDFCVAGGIPPAEVTATYGNQKL
PALLQYKQGAMANLPPFRFKPLDMVRMAPRPGTRFAIDAEFVASSPPESRALKQSRLTLARVAVVAAEPGPLAGSCCVDD
YIRAVEPTYDYLTRWSGICPGDLDPQVSRHYTTTLKHTYLKLKWVRGPGGGAELKWVRGPGAGRLAAVGVQGRRQGDEGG
YLLDCGCVFVGHDLRKDFRCINMVVPPEQLGHDAIEDARTAMRLYHKYLELTANDTFERVLNEMYAWGKANGWDPMALQQ
QGLGQQGLGSNGGGHAAGI                                                             
>Crei_XP_001691026                                                              
MDMRKLHELVKDAEACLQPLVEGRGNRSATALGLLAAWYGRILDIHEPAANAIAALWDQLPGTTEKELAGWRDPADELLL
GGKGPLFVDKAGAIAGDKAERIAALQKGFSEGPLKMAKEKKPSLIIKRPMEPKQGKQQTEQVERAVKGLVAMNADALQQR
QKLTGEMEKCWEAFVGTVEDLDEGSKARIEKVLETVQFERMDEFFDAMARALDAWSSSTFGANSPLKQAYVDSLAETLAR
FVSRRNVLALQRPDVGHTMLGLPAKRTEEAGASEASEAKAAGGGGGGGGGKGKGGKGGGGGGKGGGKADSPGGALQLAVE
KLLAKDVDSPDVDAVLQDLEAQVKEHGRELCTRLMDKALSALEVKEGEEPLAKQLKDRQDLGELMVKAMYVKLGADGAAA
SGSRSELHRVFEELLLRQRSGEGLLWAEDMEPLEKEHDTKTIKVLPRDLDVSARRRARFCMQLNALSPLQRYDVLDSIAL
RFAIPATVDESSTPEQKSTIAVSLPDAFDSPDGPNDVLERLGDPLSIFTGYAHLLRHRGILPLSPPDVKPEKGAGKQAAA
TALEGMDAPGRRVARLCNSLLHNGDGLPSESAMIVLRLQHTTKQEYAEVIQKVTGELPIEIAKRVQAAQEGKPVPELPED
AESDPVFGPYIEFDWRESLPAEDKKRLHAEWRDDIVTAIKALEEGDCNLGRRMVATLKLFLADRCGASPLEVDVSSGRIG
TWLAKLSHQDLVLLRLFLLDHLGMRASATPTHIRAAVMDWQRGAEDEMWGLELVTEGGGAAGGAGKQGGKGGKGGDSGPA
AAAGAGIPRGKVRMSVKAYEALCRRHEKRTRREELHKRTAFTLARLLKAAGKSITPPPGAGSASSAASAAAGAGAAASTT
SKKKGKGGAGDAAAPGAPAGAAPTDVAFASLVKDVEPLPVPEGADPKVLIDLLADQYQDIVDADDPAAADMLLKALALLD
NRAVASNAEYDVLLEQLLEGSAEGAALKLGTEKAEKGALYELTSLNTATSADVSEAPVFSVRDAVEELVRVVVLEEVHKD
VTAVARKQLEGLVAVWNSILENSADRDQLWEKLQSRTSPWASTSLRKMAGEVSAASWSSGEAAAKKLQDARRDALKTALT
LQARVLRLSVLSTAVRQKDAEEYATKLTSKLRHMATDTGKPTKTDDPAAGAKGAKSKARNTSSNATAAADASSSTKLYDN
LKAEQDSATAEATWLRETNMRAKNLAERYMTSANAAYMLPAGLGGRPLETSSSTLADLMVDALEGLQVLMYHLTLLDSVI
ETVQVQARVAVGGALRNDLLSPGIVGTEVINGFLDNRLKTFVAEQATFVVAREAEAEKRKLAEKIRKQQEEKTAREKEKA
EKEELKRQEEKKQKMEEEKRLAQEKKKKEEAEAAEKKRQAEKNKIEFEGDDEEEDSQASTAGRGAGGKGIQAAQPPPAAQ
QQAAGAGGVKAKLQEKLQQQGQGQHGSRQPPPLQQPPQQQGPSGAGKPGKENAGAHAPGAGKAAPATAAPAGKEGREGPG
KPAPPPQSKSIPPPAPPVQQQQSQGSRGQGAQSQKGGPTYQLVGGKDGKGGAQGAQGGKGGAAQQQLQPQQPPPQQPPGA
GKSSVKGAQPPPPAPGKAAPQPQAVPGFHHDEPAGEGGRGARRRKGGRGLGAGGAGGAGGAADVEGGTGRVRVELLSDQV
LEDNEYPLKYPYPFTAPEGWEVIEGFLLPASGEEMQEFRKAAAETNLEDPTTRREFWLAAVGNVYKNKRVEDMPDLPTDV
YVVARADRIMQRQEARRAAAQPQAQPGEGQPQLPFGVAADLGQPVPAPPPGGMPYGAPGAPVPPQLQHNPYGRPGPHGMP
GPMFPQPPVPGIAPPPLMPGMLPFRPGMMPPFQPYPGGHMPPPGMQPPSMPPPGMQPPAMGGYMPGMAPQAQAAAPAQVE



DEDEEDNDNLLGLLGVVSNAPAPPKPAVVSVQVQPVISAAPGPYGAQVPPYGAPPPPYGPAAGGYMPHMAAAAAPSYVSA
PAAPAAAAAWEPAPAAAAADGWGGSMADVAPASDKPAAPAPAPAPAAPKPLSWADKIKASKKLEEMPEAVRPTLLPAPVD
HGGYDDEYSDDDDDEGYQEALAASLHDNKDVAFPALGAARPGAGRGAGAWGVGMGVAAAPSSDAAAAGGGGNTAGTGLVN
RQGEYNCFLNVIIQCLWHCTDFRAAMRPMRPEEYEAGHPVVAALLRLFKALDSADAAAHGLAAPGERQVVDPSELRVALE
GLGIRAGEMNDPSEVLSSVFESLNRAPGLAAPGPLPDLSGMQGDADMSRVLSTVDRLFGLLLSEEVRCTQKGCDKTTHRL
APHIEYHVVVAAAGLRETRMVLAMDMPESDMTTGRLLREIERQHMKRCDKDPPHYGCNNPTHVTRTLHNIPNVFSVLLAW
EPDVQGDTIAETLQCVDTVLQPTEIFMPGACPHNLPSYALHGMFCYYGQHYFAFINRGGVEEAEQEWVMFDDATVSTIGS
WSAVISKCRVGRIQPSVLFYQTHKARLGYR                                                  
>Crei_XP_001689868                                                              
MVANAGGGTGASGSFLAPQVQPNVLSLPPCWRPGSQAAAAGLTNLGNSCYLNSTLQNVRTIVEDLFVGRWQSQGVKRLKG
AMGGMLRRSEWAAAAAALMRSLKSSGLSLQVVALPRSDERRRELNRVVPRGVLEHGRDELARLLRAALLQLGWLGLGASG
SLLL                                                                            
>Crei_XP_001689583                                                              
MPRPAKGKRGKGAGAVGGHDAADLLERLNSSGLGEKEVLAIVGANKVPCEHLRSPCVRNRKENVACFCQLVPAETSYRKK
GLWQKEQTYLGTLGSDPKERQREDAATPAGLRNLGNTCYANAALQCLFSIPSLRTGIYTAEPAVAGHDILRQLQGLFLQM
QFGPQRSVDTEALAKTLGLNHADGQEFLKLLLTRVEQLMSKSSDGAARRLVPQLFRGGLSYVTTCQRCGRDSSSSHEVQD
FYDLMPQVRGFGSLTTSLASFLHAESLSGDNRYLCDFCGTKVDALRRVRLRALPPYLCLALQRFYFDPRTFDKAKALDKF
AFPLTLDFSQGSPLYELVGILIHKGSQAHSGHYVAHIKDQASGQWWRFDDEVAACIGPDPAAAFQSDHGAQEDEGLRFAM
EASMADAAGLGSDEAGDDLKGSVHNSPKSGPAAAAAIKGETIGKAGGVGGSGSLVSANAYMLVYRAVGLQEPPPARTVEE
LPAALQAAVAEVAAAYADECDVYQRQRDALKTQVEERRRSVRELLSCISPRLPLQTSSQQPLQQQQPEVIGDDEDSADAS
APQEQQQQQPGTAGYWVSMPWLEHRAGARGGAAAGAAGGAGDSQSQGGGGGAGTGSCLDPAKVAAAKLVSAEAWERLHAA
HGGGPVLAAGDVCRQCLEGSASQALLGNQAEEAEWEEAEVEEAMDAEEDASPRSFWVSRLWLQGWSKRQGASVKAEKSPT
ADLACPHGELQPARAAKRDDAPGLAASGKAGKRETVEIDQDDRVIGDDDDDEDDMQMIDAPSAQAGGAPAGAAPEAAGAG
GLREDEDGSANRRSREASAVPPSREGTADVEAPVPPSELGAAADAAAGKPAATAAAAAAPARIPTAAELEAMCPELPVGR
VFECELCREAAGQAASAHADSRRQLDMERNALSGLKMEAWPQLTPGCQYYMVPTSWVREWQQYVRVLPKGTPAAPRPSSL
SAAMLRVLCPCHPDEPRLGVPPPRLTVSKRSRLSQLDLEQDPMRLITQEDWDHLRHVYLRDLNNASSAAAADAYAVAGTS
TGTVGGRDVGGGKRRAFQRASAAIANGAHGAEDGDAGAGYAVGSNGNGRALLQEDGAADVVVKDGADGSSGAAANAAQLA
AVAHGFTADVAQLGRAAREAALVYSEAEVMVELVAAEDLEGAFKDSGVGLERRSRRTRKGRTSITVSNTTTLEQLKLQIF
ESLSIHPKNQTLYVRGDDGSPRQLQGDELSLAQHEVLPGAELRLVRLRLVDDDDDVAGLFGEGRAKRRQVEEGFKNTALH
GDLPLQQQEAAAGAEQGADQGSSGAAGVQEAVEDDSHVRRLSSNCYEQTSTSGQSQKGFMNWGWLKGSGKQSKRLVPGNQ
VAAEPVPSNRLRAAGRDGSINTAELLQRRGFPVHYAKDIHKSVSTSTTKPIAVLGLEPSSDGGGEGGGVAMEAKPSADGS
PDSLSRRNHNKLFPLYVNGVAKSYFKISASRDYAQVLRRLLRRDPLLTFALQKAIRNLSMGDCKPVSHVTSDPTGASASL
YGLRITPCVWSDTNGHKLPALLLEHNVPYDASDVMPRLLRDYAVLSHVPSILTLIDFNGHVLYQNAASIDYCGDLTSHNV
ETGDGMLGVLFQYEPQMLQEMLQEVNEGNYWQQVVRVPSSLKRHMIFETESSWGHGSRGHDRKKLNVAVSKRFIQDALEP
EFQLESFTTQNARSQRNNARTGRAAFQQQPSLMRQESARHPQRQDTRDSGVAIAGPAALPVGRMASITGAAPRLGSHTLG
PGASHVVFNLPNQLEDGHSSNHITHGGSFSTGISKASAPTQHSHLTNQGQNRRFMTLMQSAAERQQQPSFTGSMNSFHTE
GEKPDSRQGGPVQEECWHDISAIPLLDPVLDKQVILLLQTNVTARVELENRLADLTDAQLGMLEQLFPRHVIEYMLSHKH
GYNSRNLTHLANHHDDVIVLFTDVVGFTSMSKEVEPSEVMHFLNELYTIFDDLVDLHDLYKLDTVGDCYIVVAGLTMQDD
DGFTCTVQGDNEQRLQHAQVMMDFAKAILRESKQVLMPHNHAPVQIRIGIHTGSLASGLVGPKMPKFTLFGDTMNTASRM
ESTCKPGCVQVSELFAQLLPLEDWEDTGGVEVKGKGHMQTYLWTPKPEDLIPLGSSRPKSSRYVRPTTARMRESQNGGVH
SRPSTASSHGGLTRAPSARLGRSLSRRNVSFRFHGGDEGGEGDEAGGAGSTPFMAILNAIRGSGTGEGDEGTDDELEGVP
RRQREPSMPMRRPSNNVSLNGGAGPTGSGSLSGPQLSLTGGLASGSGGSRQGTLSGGLQPGSRAGTAGGPLANSSGSGAL
QATSSGLGGGGSRVGTASGGQPSVVQHVDLDEAMDVLKPSPSNRPSDSSKPLKAVRLSLTPEAAGGPPPRPSQNGAPVRT
AK                                                                              
>Vcar_XP_002958951                                                              
GAGYHNLGNTCFMNSVLQALAHTPPLAEFRLGRQEDSHEFLRCLLDAMHEACLKRFKPKPPPELAATTFVYRIFGGRLRS
QIECEGVDYVSRTYDPFLDLSLEINRAQSLERALSAFTAPEVLDGPNKYRCPKNNKLVRAVKRISVEEAPNVLTVHFKRF
EYGGFGAKINKKVDFGTQLDLRPYMSNVKGPQQLYELYGVLVHHGYSVNSGHYICYVKAANGLWHVCDDHRVTAVGERTV
LDQRAYILFYVR                                                                    
>Vcar_XP_002957695                                                              
WELRNFLKLTDKQTSETFEIGTYLWCLLCFPRQNMQPWRHVSLFLEYPEAHYTPVNLSPKASFKLFIKNHKDSTKDFTKE
ASHTFTQDQVDWGFSQMLQLTDISVVSGYLREDGAMVVRVEITIQRDERYLYDSRTETGYVGLKNQGATCYMNSLLQYLY
NLPFFRKAVYHMPVPENEEPSKSLPVALQSLFYRLQYARGPVSTKELTKSFGWNTYDAFMQHDVQELNRVLCEKLEEKMK
NTKVEKTINELFEGHTYSFIECINVSYKSTRKESFMDLQLDVKGCRNIYDSFDKYTEVEVLNGPNQYKTDDYGMQDARKG
ILFEDFPPVLQLQLKRFEYDCQRDAMINDRYEFYDELDLDRDGGKYLAPNADRSVRNLYKLHSVLVHSGGVHGGHYYAFI
RPDGKTWLRFDDDRVSREDQRQALDAQFGGGDEDLAGPMPYQQQPMPLKYAKFSNAYMLVYVRQSDWPTIMCEVTKDDIA
KHLLDRLEREMSDKEARHRDKMEAHLYCSLKVATDDDFKQQVGDVSHFDLVDHDRLPPERCHYRMRKQTKFSEFKEEVAR
RTGIPPERQRYWTWKRRANGTCRPDRPLTESEEASQLVDLKDIRDLPRDGHGAAGAKKSLMDIRLYLEELPESPEASCGN
NVLLFFKYYDPVTETIAYRGHHVLPMNGTAAQIGEFLIEDEGLNPDTPTLLFEEVKFEPTVMVTQCDFRQTLRELGLNHG
DVIIYQRKLSKEEIAAENVRYHTADQYLAYIHNRRQVHFKRLEEPQAPPVVTLELLRSTTYDEMCLALANALGLDDPTKL
RITRHNYFSNQPQRSPIKWRTVNSLEQLLTHQQHPTDIIYYEVLDLPLHEMEQLKTVKVSFHNERGEFVGEQHSLRLRKE
ASVADLLTELAGRLQQSGTTAAATMAAAGRSMRLLETIQSKVFKVVDPGERIEHLNDSYWQLRAEFVPEDQLASSLGAGD



FIVHCAH                                                                         
>Vcar_XP_002957652                                                              
MGANSTKLEKALAEAPEDERYYGLENFGNTCYCNSVLQALYFCKPFRERLLKYAATLPSNTEENLLNCLAELFAQINSSK
KKVGVVSPKKFVTRLKRDNEVFRGHMHQDAHEFLNYLLNQSCELLEQEARANQKQQQLAGGAGGGGGPGSQQGAPREPIT
TWVHEIFQGKLVNETRCLHCETVTCREEVFMDLSLEIEQNTSLTSCLRNFSSMEMLDRDDKFFCDQCCCLQEAKKRMLLR
SAPPCLILHLKRFKYVEAQGRLRKLMYRVVFPMELKLSNTTADDPGAADTLYTLTAVVVHLGSGPHHGHYVSLIKSGPQW
LSFDDESVLPITESEVQSTFGSTSEYGQNNMDHGYILFYERAGG                                    
>Vcar_XP_002957224                                                              
MEGDNSYYCEELGTRVAAVRRTVIKELPHTLVIHLKRFEYDHLNMTRYKLRDRFEFPVVLDMFKYTADGLAALEATGGAD
GATRPRNCYLYELKGIVVHSGTAFAGHYYSFIKERPRVVAEGSWYRFDDKVVSPWSILDLEADCFGGRPTSSTGGGRADA
ERPYSAYMLFYERRDSPSYDKPAAEMLAVPRDLVLAAAATPTATPTPAHTPNGEGFGGGKGPEQQRPASGTLMATCEAPE
RGAARLRGPGGGDGGEAEDMETDGPQEAQQQETVGPPRSPPPAEPSIITTPYGMPVLLYQNVLRENLQLIHKLHVLNKEY
FAFVRQVRTLEGKC                                                                  
>Vcar_XP_002956610                                                              
GLAGLTNLGNTCFMSSSLQCLAHAVPLMRAFLGGGYLQDLNRSNPLGMKGELAEAFGGLMEQLWRGGLSAVTPRSFKAKI
GRFAPQFSGYAQHDSQEFLAFLLDGLHEDTNRIKNKPYIEEKDLHGRPDEAVAAEAWSNYRARNDSLVVDHFQGLFKSTV
DCPQCGFNSVKFDPFMYLSLPLPESRRRVVEVVLVHTDGSELPSRMALELASGATLGDLLRATASTAGLPAEVVTSPDSH
LLAARTLRGTSATATYDELVLLTDCRVRVADAVYACVYVCVYLGKTEQKGKAELRTHKKQPRYAARQFFHLGLLDAASSV
QYRSERSASPHYSATLQDDELSRMQVLYMPEAQPPYDPDQVMKVTRTNKTDKQEWVISGDCPLSEFLLFFNDPPTATTTA
TGTCATPEAARSGGRVLYDPELLDSPSEHPSLRDQRRRAAAGPQPVSLDACMTTFLQPERLAESDAWWAYCPRCKSHVCA
DKKLDLWSLPEVLVVHLKRFSYTRYSRNKLDTPVDFPLHGLDLGPYVLRPQSVPPVYDLFAVSNHYGSMGGGHYTAYAKL
PSPPQDAQTQEAATHSGDRWYCFDDSRVSSVDPEGVRSPAAYVLFYRRRAEASADPRELGDLLEQLRQQRTELQQQAAAA
AAAVRVGGSCGGWRAA                                                                
>Vcar_XP_002956544                                                              
MSWRPQVFIHSPLMRNYFLGQGHSQSACLRHGKSPGVPCLSCELDAVFAAAYSGDRAPLSPTDFLYSWWTFADSLAGYRQ
QDAHEFYLSALSGLAGVQPNTGVGSCRGRGLVPLVDAVFGGVLRSDVTCSVCGHTSTAYDPFLDISLDMVQGHGAGFGAA
NPSVPRCAQGAVGHATLQGCLRHFVTPERLSAGEAWVCSACKQQQPAVKQLSIRRLPPVLALHVKREEELWPPFRPCPVQ
TKLHFPLSLDLAPYTTPAILRERCGFQRFPCEPALGDLGGLNDTVSCRYRLFAVISHKGDLSGGHYVVFVRPGGAAGGSW
YQCDDAWVTAVSVEDVTACQAYMLFYSDEAS                                                 
>Vcar_XP_002955482                                                              
MPRGVKGRKKAAGVGAGEAADLLNAIHQHGLEEQEILRVLQVEQAPCDHARSPCRVSRKDNVTCFCQLVPAGTSFRKKGL
WQKEQAHLGTLGRDPVEEKREDPRKPTGLRNLGNTCYANAALQCLFSIPSLRNGIFNAEPKVAAHDIFRQLQSLFLQMQF
GPRSSVDTEALAKTLGLNHAIQQDGQEFLKLLLTRVEQMLSKSSDQASRCLVQRLFRGGLSYVTTCQRCGRDSASSREVQ
DFYDLMPQVRGFASLTESLAAILHAESLTGDNRYRCEFCSDKVDALRHVRLRSLPPYLCLALQRFYFDPRTADKAKALDK
FGFPLQLDFRQVLAAAATGNSEGSPAAAGNPAAAAAATAAAALEVPQYAAGTPLYELVGILIHKGSQASSGHYVAHIKDQ
VTGQWWRFDDDSADCIGYNPTAAFQADHGTGAAGAASAAAAGSDAGGKVTAGASRKRSAVGDPREDPDYDQDRELREQQQ
HPYGDGDGDGDGDGESGPQGAKGGRGRKATAAARAGRSRGTRGAKRAAGPGRGRGRGRGRAAATATATMDDSDSSEGEMA
RAMAASLAMQNGSAMDGSATAANDEEENVRRALAASLKEARTGSAGAAGDGGDVMVVLAESVRLQAVAAVPSSPACDGVR
AKPTDLGPGRMSMSPSPAAGGQAAAAAAGIAVGGEVFGTAVHLGAQALWAAMDGGEGAPPGGKGFPAAAAGLTADGCSEG
GGPAAQHPTGPGQVVVSANAYMLVYRAVDLVEPAVVSETSALPEDLRRTVAATAAEFAERCEAYQRQRQALKEQGTLGYW
VPSAWLEQWANDEGSPSPIDNSAIIASSSLEASGKRGEGKARHAVLFPAIAAAHGGGPPLAAGDVCRECLANNFNATLLG
SQANKVRSRVAAILEEAAAAAAAGGGEEAVDDEVECMGEKEAGGGSFAATAAAGRRFWVSKMWLQGWSKRQGASVKAEKS
PTADLACPHGQLLPAAIVKSARRVAVPGDVWCFLRDLWRQQRVREAQEAAEARTSAAAKTGRRAASCGGGGGGSSAAPEA
ADCLDLTGDDLGPGAGGDAAVAAGKPVASSNGNGDSDDDGSVVEVMERSAGGGRGDEAEDAPEAAAGAVPTVQELDALCP
ELQVGRVHECLMCRTAAGQAAEAHADTRRQVDAERAALGGLAGEVVPTLEPGGRYYLVPRLCQQEPEQDALRVIQSDDWR
QLCRLYGATDATIWRSRPAGPAAVVADDDGIRSRTPLRKGVPGANGVNAVGHGHDRINLVDGDVDDKGAFGVQGGGDGDD
DAVMVAVGSPRSTAGGAVTAKADAVDAVDGSVRLAAVHHGFTAEVVLLPPSAAAVDVGDADSVDLSPPASVQRDRNAQRD
QPCLVPELRVWPPVCPQALAEHNRAAREALLSYQEAEIMVELVPADELEGAFRATIQAPERKSRRSRKGRLALTVSNTTT
LQQLRLRVFEQLSIHPRNQSLYVRGEGGCPRLLEGDDLSLAQHEVLPGEEVRVVRRNVVHDDDDDDDVVKLLGEVDGGPS
GKKRQVEEGFKNTALHGDLPPHQHQHQHPHQEQQHGGGPQTHAAATRTQTQGHRVWPENYGMKAAYREPSPTKARAVWYY
DITPEHSFWRPPSNQREMGMGVGMSVVGVGVMMVAVGALSHLRGPEGRQSRLVCPAIKHPVGAVGTGGSSLFTAVGTSKN
DPITADNSNNNNKQTASKHVALVGSELIAKLLQEHFKEYDYDGWEGRSEVPLGGVVAALVRIGAAALSGRAGGGSAAAVA
VGLPLVVHMYMEIPPPPPPPPPPTTPGAVEPARALLLKNCIRSPLYRAAVRFPPQALYASECGFPQLEHHYPKFITTSVS
GSDRLAPAKLFGETTSTTPGGSRSRSDGSAAAFNRLDRKHSHKLILESLPPAANTAISPLDSSEADALFWLPQAPHGTAQ
GPCHTPTPTSTPGPAIIPPGASSPMKPAPHTGTCCSCRGCNANQGILKGRKAGAEDGDDEVELRLRLIADLLSQLVSETR
EEGREVDPRVARAMNLATSQTVQLPPQPLQPFLEPLSGPLLGSEPPPGPEPTSMRLTPGSEPEQPPPSPAAVAGAVVGGG
CGGCGAKRVSELARSAAEVTRTAAVALRRSLHQLKEAAAVATLAATAATAGSAAATAVTSSRLPGQGRSQLIIERGAYPG
GTAVPASTPPSKSAAASVSALALPLMPPPSVALRRVGSAPSQHQQLLQLEQRRQAELAAQCARLQRQCDGLLSYISLLSG
SACAAAAAAPGAGPRERAAGVQVLLPAAAVTGPPPPPPPQCADDRRHGRLLRLVAAVEEQTGAAATVDGAADAAAATVPP
VPRSVLDGLRGVLQQLRDGGGDDNGSGAAGADVGSAGNGVSLLPLPPSPQPGVRAPRPESSSPLANADGNRAASADQLLF
GGGGGSSSYDAAPVAELRHGGGVFASAVAAAAAATALEDCALQFAHLEIVSLTTQLGALSHQREGLRARASEHDAALQLL
AINEGEALLEAQRLRRQLASERAARIRLSAQCDDLRNMVLSGLPYLTGQSPLGPLPHGVSFDGWTSISDAERYLREQNPY



PRALASVDELEGGPYTGRKAVVVGAGPAGSVAAMFLARQGFRVDVYERRPEPRNDPVDTGRAYIIILIPRGQAALNELGI
KLPADEHFKTLGTVSHNVKGKVRITFLTTGGMMAPSREVSYDLLVGADGVGSQVRSALSSHWSDFSLEIDDSGREYKVYM
GLKGDIEPEEFKGRTGASLHLYTSDDPFTSFTAHSNPDGTYSGTFSVQTGGFKSLGQQPADYEAFLKSKFRGIPDAWRAP
AAAQLAANPPSPAGKRVRVSHLYGPGCVLLGDAAHAVTPVFGQGANSALESCLVLNKALTEASGDLDAVPRIFNDNRLAD
VHSLYELDRKAYSFFRRKGPFDPDFLQLLAHVILGTLLSKIVPFLYGPKPALLRLGSGIPYSQITAAVQRDAKLAVVLGV
ALLVGAVVTLVAKALKVI                                                              
>Vcar_XP_002955358                                                              
MSKACDPIPSTSNPVVGAFPAQIQPSVLNLPARWKGNQSAGAGLSNLGNSCYLNSTLQCLAYVPPLAHLCLGRTHSSSCP
RASSSSSPGSGSTPERRFPKERGCRTIVEELFLGRWQSQVRCLACGHESNTYESFATLPLDIARARSVHEGLRSFIEAER
LDGDNKYKCDKCRQLVPAIKQTTIWDDPNVLVLHLKRFDGGSLLGKITRHQQELELAETGGDDAGADGGGGHSSIYTLTG
VLVHQGASLHSGHYYAFVRDSHGGWSCMNDSHVYGTSLEQVRQEQAYLLFYTR                           
>Vcar_XP_002950765                                                              
MMHSAAETYLLKKFEQFRQRKEEAAAARRQAAAQQVRQSLASKLPPSLALALGTGNSTISLPARGSHVAPGSRASSVERA
DSTAAAAAPADATPAGETAKDRALRALRLQKQRTEAAEAGEQVGSGAAAAAPATTSITGRKLPSAARRNAGAGGPPPTPL
HTPAASEPEPAPVGYVPISRQRGGSASGGSGGGGSVPAAAAAAGGGGAVPTAPSAKASSAPPGYKPPAPAGFKPPVPGGF
KPPVPAGFKPPGPPGFKPPVPTSLPRPLGHAGFKPPVPAGFKMPMSGGGSGATGGGAGASLAGNKRPVPEPPPPSSSSYG
SDDEDDYDPSALHGNCMDTIPQYDGADDAMHDGTGGDGPDAGLASAATAAGAGLTVPLILSDPVVATAAALGALSGLPLG
TDGLGVLGGGDGVAAGVPGCDALLVPAVPAVSPEEAQSALAEATAALVQATAALAEATAALAEATSTSPVPLPMPCLTDA
NGLPVLSDTNGLPPCLGDPNAGSFMAGVDGSAVWGVIPFAAPFAPIALDDGTAAFAALSASAAAGGDGAVAGVAATAAAG
AASVGVGALVPDGFDPMLPSLQQLQPLPSLDNSAATSDFGLQTFLSGVPFALPDAANTAAAAAADTAALTSSTGNTAVGG
GAAAAAATAGSAAAAGANAAPGSATAMDFSVIAALTMADGSELEAAAALTFDDDGDDLDASFHALIQSDDELCEDNELAV
RAPGPGLWLPAGIGPGTASPGGLLPPPQQQAHQHPDQQQQQGQILEVLHQRQPSMRPGPMEWAPGQPHSPPPPAPQQQQQ
QQPQGSGRHGASGSAMQLSGACYGLDDDDNDDVDDDDQPHAMAICGINEGHARAQLHQERRQKQQQQQQQEGQQQQGQQH
ERGGQRKPQQLGQQHGQQHGQQHGPRVQESRAQLRAVKLEPAAEDAAAGRRPPPPPPPPLPRQPQHHHQRHMAQREQQQQ
RRQQQPQQRQEAAATPSHQKQHQLQQQMQAQPKQQQMQLGKVQESTSASVHGCGGGGGNGGVQAGRVQPPHAAPPPPPSP
NTPGLGEPSGQRARQVTLPAAQADENEDDGEEGCISKTCTVKARGNAGGSGTVIRVKLGPYRATATAVPPPPLPLPPPPG
SNLTPRVNSAVSPPQTIPPPPPPRPRALSSLPLMPARSTGFGVPESSPFAGGNGAGGSGGGGGGGGGSPVRGRPARGYGL
QIQVQVQITWCKYGPYVGTAWRCPAAAAAVPLAVAISISSVPPEAAQLTVPAAAGRRGGARSPPPPLAAPGAGGNGSGAG
NTSPEGSATRPLPPPPPPSDNRGSGGGSSGAGSGIGGGGGGGGAAATQPAGGFATAAQHHRDMDRRQDRNRDRDRERGDP
RDRDRDRDRSAVREWDAQGQRGGGGPRACDRSDGRDRDRERERSFGGSGGGGGGGGSDTRSLELACTLFVGDLPHGISVA
ELRNVFATYSKEVVNARLVSGQLYGFVRFSSPEAATAVLDLSRSMGVEAGGHRLTVARAQGSLPDWKKTGPSQQRRDYTV
SEGYGVPFDFPPIAIAPGPMRMPMRQPPMFGMFGMGSPMASGMTKALELSGAADFDDVPTPASSSCGCVELQLLVPGPAV
GLVNLGNTCFFNSAIQLLLACPQLNKAATPIWGQAGTKSGLPGGTGGGSSPGKPGVLGRGPLGFALQQAFINANGLHGRG
TLGLSSQPNNAHHNHGHHHAQHGNKGAYNPQALLAAVCRVAPQFKGRQQHDSHELLRLLLDGLQEEEKRAMEMTRRRPGK
DPASPGAATAAVATDSSAPSPPAAGGGGGAAGAGSDVYGAAADDSSSVVASLFGGELASCIRCNTCGHTSVSSESFYDLS
LPIPDDLPALDERELKALGAAAATAAAAAAAAGQHQAGGSAAVVAAAATATAGKGRKLSKREKRELERKEKKAKEAAAKA
AVGAQKGGREAAGKVKGKGRGAGKAQTEEGPDPEEVAEAEAEDSKKQQEERLLEKQDVGGGKTLAGKGKGPAGRVPAAEK
AATAAVATAAAAEGGDKKKLSQKMRTFHILINPQILTSAYAVDISTNSCFSSYLSYTHIPTWALFIMSLSRRHPKQLRKL
EKEQRKLKIVAKRQAKRADKVKAAAGGLEPESGDEGSEAAAAEPSSPTSSHTAGGSQVEPAAAEDAASVSAVAANGLNQT
LVADDDDGDLRVAQIMSEPLEPARARVATETLESTEDAAAAAAAKTPHRLKTVASDKGAAGPPPVDGTEPAGTDALSQSV
SPAGGIALPAESPRHGNLPADIQTGRQTELQAGSQAELHAEIGAQLQAEMEAGIQNESQVDPVESLPESTRQELEERAPF
GAEDSVREQTLPSSPLPLQPLRPPRVLDVGACLAAFFAVESVSWECPRERAEALDAAASASAGHSVAGSVAATPLTPTLR
KQQVSWSPGAPEVFLVPGSAEQRGTDLGEALRGNAPFFRPAKAHGASFIVQAQLDPFETETMAGDEAKVARDADGTSSTS
RASSAAMPITVSKKGNGPTVRRRAATGGHETWEYPTALRRPAEHPAFAHVGARALSGALTPPNRSSSSSSSSSSSSSSLE
SSASTSPDMSPADSDTESERREEAVGLHGQRPPSPPPPPPVAQRGAVSLAAAAAAAAAVSTVTPPSPPPPPLPSPSALAN
RAAIEAEVGTLPPSPSPSPSPGQLAMSRAGTPTGAAWKTRRQAPKLMLLSCTCMELTWTLPCILPTTTIINIINIINIII
IITTIIITMNTSNPAALGRSQGRFLARVAAAAAPPPRMQMGFLATPAPAPVDADTMFDMDDLAPPSSSATVHLIEESLSG
QQGQPPTTYELVSPSAAILSLLSPPPLDRSPVPPVDGPLPAAMTSPTRSMPTPAATSSAQDFDIGGAAAAAAVAASSMIS
AAILPAPPACRVLDAVSFNPAAAADTDVDAVKRSAPNELGACGGASVDDLHNLGDAPGPPPPPLPLQPQPHVVSPHDTSV
ASEFKSGAGSGSGCRSDNVVPAVRHETAAEPPGIAIDSSSPRAPAGPTGPTSSSSSSQPIRIPSSTLSSSPSPFCTPLLP
AAAILEGDNGGDGRRLLSVPSAVAPTAPGGGSAAATAAATIPNGRLRCRSSSSGGGGGGGLRRSSGSSFQRQSTKQYCLR
RPPEVLVLHLKRFSVDSRGRLTKIDKHVAFDTTLDLGPFVAAAAAAAAAAAASPAVVAALSQPQPPLSPASRSPACLSFL
RDNGYAGAAVPMVPAPATATAPTPASASSKENGAVAAASAQTLGVYTASTSDVETAISGTSVRQPAEAEVVAAISTRVSG
AAGSTVACHPLAGRSAVCNGGEGELLAAVLNFRSSWAPVITPTSARIPTAAVVMYVAYVKRSNPAAGGGPQWYYVSDTQV
RPVAEDQVLRAQAYILMYVRRREPSSLSRSHSLSAAEAAAATAVMAPAASPSHPSGQVLDEQRQQQRQPNEEPQSSHS  
>Vcar_XP_002950399                                                              
MVNKKGKGAKTKGSKPPVKKPQQENTKDLTQQPPQERVALVRPLWETLDQEERVKLLSIGLDSVRARANQLAEAARQQAV
ADAPEGEPLDPALLELEPSMEDVLEEGIKRLKEKGTWKLWHWPADNAALYDAESFRQHITEKHIRDELRRLLPRDEARAT
EKPAEAAFRQRIRGALTMNLNESEKPIQILTYCRLDLLSKVQQSTSANSLRPSAVGANGEDGATRPYRRRGDPGSHLRDA
NIELLSVLLEALAKENDQLYHSLLTPITTYVMEILPEGHRETTKLELSFEDLENLLPDDVTRIVEWLTEKVDALSTKLKP
EPKEDEEEEEENMGDVDLWSLNEESNSLTVNAKWLQHLQERLLGEDGHPRRAKPGEDPGHNGLVLEALEEHLAWETRARQ
CKDLLSEMLKSRLEAAELTRQGYDLRPQPKRDLPGVGGESGQASASPLLLDDGMTSSLGIGAVWDSKPLPDEVILFMLRR



EALLTRAKLHFLVFEHLTQDKELRILKQALRQGEPEFERLKRELDEVKHQPRGMEGAYRSAAEMERHRHQLEVQTAFREQ
GARLQATYDKKQKAEYDMAKRETEIKQLQGWKSTVENLVDKFQELITCRNERALAASASGGDSGAIKDSEAEGDLEAASG
SLTPQQYVQLTKMRNHFAKDVRKQLYGDADDRTFFDNLKAALKILAAEREAAERERKKAAKAKKNEKAKSEKERLAAERT
AREAAERAARQEAERERTIRDEQERRKRMEAVEAMRKAEEAAIELRRKELLSDENGYWRQRMIMEERLSGMAAAAGSNDR
NNISATSLLDLSEEPDRNRSSSPEDVHRDDGEGFTTENRRRRHKDTRDQDEEVAAPAPAPAQAVTGAGSGVGGGRTHLRS
GSRDYMGPRDGIPQRERGEHHNHHPQRDWESRRHQGSGGAPTHRSGSRDGGERQAAQGSTGGQHAQRPPSAPPAIPAPAL
PAAVTPVLPAVPPVLVSGSAGITEPETASPGKSVVIVATNAAAEDPANEAAEQPAAPASAGPSPSAAAVQAPQPLHQLLP
QQAVGPNVPTALQQHEQQQHTVHAPAPPPALPVQQPTPGPSAGMAIAPSAQPAPLGTLPTGQVVHPIGHIPPGGLAGPLA
GIVPPMMAHMAPPAPAGPPGPGPHRPYMHANGVIPVPMQAPGGPMPPMGPVLPKQLAGQQMPPPPVLVSIATPPGARPPL
PGPGMLAGPLPPPGMAGPSLPPQPGIQVATAPPQQQQQPAGAMARPPVQVPGHVQVISGPPGAPAGLVQVSSAAPGQPQH
GQPQGMPPGAGPRGGAGPQGQPPVMIAPMQFSGPIPGSGMPIQHGQPPNGPIGHVPPHVYVFPSGAPGMIPPPGGPTQLQ
PHPHPHMLQMVPPGLQMPLGPPPQLHMPQAPQQPLQQTAGQGVPAVVSAGSQPPPPPKRHFTGQPPAPIAGQYGCRRDRR
DGPRGGPGTGGPGPRKGPGPSPSGPHGVTPSPADMMSGPVVVQPLPHSGGPPSMPMLGPGGPLMVMMGPAGHLQVPVHAP
HMSHGSGMESADGGAGVSPAGQLTDGIVEDAGRPSVAESAVLQPGVGMPSGPVGHPVPGPGPGSGPVPQHPVLPPPPPGM
APPAGRVMLTWGVPGPMPMMPVMPMASMAMPMHMVQATGAPLHGPNDGTMQKNGSAAESVRAPRSAQSLSASAAAEADRD
GSRDGENSAAVATATALSVQASDDGQAEAAHQGGGPQATPAACQTSDEIMEERTASDMPRGSEHGSGHVDAAAQGRSFVD
GSVGTSTIQMQGATSDETTAWTSAASSASSASQQQQRLTGTATGGSPTAFQGRTGSFGQAISAPTSTPSWSMVAARRDGS
ATASSSSHNLDPFPSLVPSTAPASSSGNGDALPAAAVGPSVPGSSWKAKLQQNANGPAVAGGGSASGIKSPTSVPNGSLG
GSSPPSVRGLGPCGTTNGSVAHAGLSTPAIANMNGFTSSSTATPPVRQPGNRPTGPALLTGPPSQLVGSLSHSPPTASSG
GGIVYHPGASRQPRELLLVRGLQNLGGQHNCFLNVIIQSLWHLRSFREAVLQLDVDEVAARGAASADVTVLRALVNIFRT
MAAPLKAQADAGLSDAAPSWVVSPLALREALSVLETGQAVVRLDLSEMHDASEVLLVLLTCMHRAEAGSGATQGQDPHLP
RRVRFRDIAATSSSIPNGNCHPTTTQAVGPAGYAAAVAGKAGKVAALSGSESAVPCTAAHTLFGLEVMTCAAEEKGGNGC
SNGHGSTGGTACKDRQQQQCNRVRRNSTGDNPTGTEVAAMQAAPAGTTSGVHLSHAQAGSRPCGDDGTAAEVYTKYVHLV
PAQALRKAFAALDGSESGAYFEDVLCAAEATGAGAGTGQLVLPVANGRRHAAAPLSSVANGYGHAQCWVPGATAAAHPLA
TLVRFPSVFTLVLVWESLQSPLDALRGTLQALGPRVDLALLFRCSGPASGGMHPPSAPCDLRSVICYFGHHYLVFALSEE
LGLWLMIDDANIQLVGHWADVVKAMCAKRLQPSVLFYEATEKGRQTQLQPEAAWPFHVAALLGHRRSEVTCLAVMQGDNR
RAGRMKAKVALAVHEDEHGTEVLDVLYNLDLEGLEGKKTKRWYCCVATIWRTLTDRYKAYQPTLHLEKY           
>Vcar_XP_002949719                                                              
MASAAEAQLARVDEATLVRVRQLMHAVRVPSYSDKVYKDECMFTYDSPESPGGLYVNLSTFQGFGEEMVALDQQRTGAGL
YLHLRYKRAAGQLLLNAPTFRLDKRQSLVVMAQGGKERLEVPLPCPDLPERVLQSIDGVQRHESVTAADAVAVFEEPRRV
SKYAAGLEQLNTGRKISPNPADWRCDETGAKENLWLNLSTGFIGSGRKNWDGSGGNGAALRHFEATGRRYPLVVKLGTIT
PHSADVYSYAPDEDDMVTDPHLAQHLAYWGIDIMQMEKTEKTMSELQADLNTNYEFSRITEAGAELQPLSGPRLTGLINL
GNSCYMNSVLQLLFTLPEVAARYAGAAQRILSSAPSDPASDLPTQLAKLGVALVQGRTGHCMDPQPQATTTQHPEVAAAA
GDGEAAMEVDSESELVPLPDDERCHAVRPLAFKSVVGRGHPEFSTGRQQDAAEYFTHLMELPHEPLVSRAEHAQGERLGV
TSVAAAGSGGAAAGSGALPLPACFRLGLEDRLQCSESGAVPLEAAVNSEAVAEYRDRQAKRQRLKEQQAQAYIGAAPEGG
EAAAADGSGGAVATAGGDAAVGKAGAPQVSGPGSGGLVVVADAAEEAVLPRVPFDACLQRFSGTEAKLPRPTIPPKLWPS
GYPSYLRKLVDDYRSAALGGKRTTATKRTRFASFPPYLLVQINRYFQDTDWTLKKMEVLVDVPDHLDLEPLRATGPHPGE
RMQPAEPEEQQQQQQQQHVAVAVNQGGGGAAAQQPQPQPDEALVSALVDMGFEANACRRAAVAVSNSGAEAAMEWLLIHL
DDPDINDPLPEPTQAGGAGGGAPAAAPADPEKTSQLTAMGFSETHAAAALQACNGSLERAADWLFNHMDDLDAAVAKVLS
AGGSGGDGGGGTAAPPTATAAAAPSGGSSPAGQLLDGPGRYELVGFISHMGSNLACGHYVAHIKKDGRWVIFNDEKVAVS
EKPPRDLGYLYLFRRIEQ                                                              
>Vcar_XP_002948929                                                              
MPRRDGAGGNRDGNAARGAPDPYALEDDDEEDENSNPAKPSSKGIGVTVGKRLVLGGSEAKKQTQLPMLFSQEHKKLQAA
RLVPAGMVNLGNTCYLNSVVQVLMNMATFTGDLRDPSLLSLAQHLPAAGVWAALRATADKLQTATQARPTFESLKPAVEP
SELRSAMGRRSSRWRSFSQQDAHEFLVELLEELQSEVLAAEAAAFDRRRMPFSKTRCPTARNLSGSLMHTWTCAACGRCT
RAKEPFSCLSLQLPSQGAVNLQDLFSEYLKHHFWRLPRVLVVHIKRFMSVPQQQTQQQQQQALPPAPLRQGTTVGGDAAA
SGSRAANLLEDEAEGTTAPPANVINVPGTPCREGSAGAGEPAGAAEGAPSAPQPAAAAGGGTRGSTPPAPYLYAKVHTVV
KVTAGLDLARHCDAEACAHAHLLEALSLGTLERKTGGDSDEGGAAAGVSPAALSGGRAAPAAGAAAGASGAATVGRAPGA
VTGCTLDTAGAGSTCPSPSFMQPNASALQERTVQQQGSALPPRESLRRSIFGGSKAMTPGGLRLRAPDSECGTSALSTGA
QADGGDGAPTPYGGCGAGTGAACSLGRQAAQGKGRSQMGAAGGGAAGLTPAQEAQGAGPGGAAARKPEAGHGSTPQALMR
SGGKDGGLGKLTCQLTTPMAASLGGGLSSHTGNDRFGPAGPPPGSTGRGGGGGGSAAACSERKAPRPMGTGSFFGTGSAT
EAVAAEACMSDGQGAPANGVRQANGEALARPFKRMRSTEGSRPATVTAQRLEEMTEEEQFQLALQMSLAEEVAGEAAGSG
GSGSGDVGARQGSMARVEHGATATAAITATGAAAGSGPTASRRGAATVLDLSLPTAAATAHPGRVCTSGDSAGGGGGGGG
SSRGACRRAKQDVGICEEEGCDNEDSMIELQDESQGCCGASHGGGGDGGQPRDAGRTASAGPALSGASGGKNDGNDTDGS
AGLPLPDSSEEGPTPQAKRLERRRARKRRMAKLLDPVDVLDVAESPAVPPQRHQRHRAGSGFGTEGRVHGGLPVAYSVDD
DDDGTTALSPVSGGGGGGGKKCLAAGKSGGFGDTSGAGATGKRDEAPADVEMAEEDEELEKAKRLSLATFEAEEEERKFQ
LHSNDRGTSHGANAAMAHKRSRTEVAWAHMMALPDLPNPGDAGGPAAAVATEPAARDAVLDGGCKTPPRGGVGDGAAAAT
IGASEAINNPLPPPLRRRSATVSTTAGLGGSEEDGCRSGGIDALMAAAGLETAGHTATGAAAATTARRPASAQRRSSAGA
TAHDATGTSADQFKFGFALPGSAAVTTGAPVGAALGLAGAGSRREDPLDLTGGDDDDQDLAKAIMLSLQDVHPQNNAIGD
AVGDAVPHEVMDLEGMDGVEGNDVEPLPDRPKVLLVPDSDYEEGTDDDDGDEEGKDGGSGNVAAAGSRTAAAGRSRSTVA
AMEGVQTTTHESQQQQRRLQSKGDPGQAVASVPLSLMARYRLQGVVRHKGLTPFSGHYVADVLVRSTAGGASGQPTHMWY
EHNDAVVSHVDFDRIREDASKQGYLFFFVNASKLAGPVPAAAAVAAAAAKPLPDALAGGAAA                  



>Vcar_XP_002948285                                                              
MPPKGKGSGGKDGPKQGVGGGKDLSFFQEAFIKYKKNRDAFTKKNGLRAELERLSIEGSHQAGRLARLCHARILYEGPGS
FRETRQDRNDAKGRLEPLLCSPPRSLAALCLLTAWYRKAAANASETWVTADDAIRELHVKYDVIENFDEDEWADPAEEAI
NTTNREKFEDFKDGKTKSERVGHLLEYLKKSRQKCAQEAEKQRQSDAQQQQHKREGLQPMDSAAQVPGLQEPVEGQVQEA
VQTLDVVRVQQDLQRERDAAFEVEKNRDKEVARTMDAFREKLKAAGPEGSPERLRALCELVSVDAQAFEKLIGEILDKWL
TEIGAQPLVKNVYMQQLATHMARFRATGRVIRLRQPDLLDLLNKSYSAALSESSSAAAATAAATAAISGSAGNKDDKGDA
AGAGGGGSSSSNPGKANASRKSGNKAGSKDQETKLVVPAVDVDVDESPIEVLELVEWFTKTLEGLGPALRKKLIDEAIEE
LAGVKYTARFTHDSEVSWLKKPMHAASKLADMFRFFPRKDDIIPNLESSPSSPIVTRALLGEVLLPEALPPSQEIAVSMD
NKRIIDEVTRSRIAFASRLAQLPVLQRHEVVASIANSIAVMATITDEPVGDNLDDGDYRFLVLPRQVFSIPSDPQLVLEA
LGDPMVVLDGYAHLLRWRKVLPFTDPPPDMSAWDITDRRMAMLCNFGLLYRDYNSNEFIRLAMCLHESTKEAHIELLRKL
YGELPTVLSERLKRRRAAAAKAAATENTKQLPNGNRAAANGANGCTEVDGEESIANGGTGEDAVPDDDDLLGPFFDFDIR
SDLPAAERTAIDARWREDIVDAVDALQEGGCGLGRRLSITICLYIAEALGVECTEVSLAKESLRACLDRLDTERLLYLRL
FLLTNVGIRAEATLTGMKHRFNEFQRIARDELWCLEVAPGEGNKGEVVRLAASAYNQLWSLEAFARRKRLQRLRILHAMN
RMIKESKACGGAGGPAAAPQVAAGGSKKKGKGSGLAAAAAAAAAAAAAAGPGEVGITTLPPLPPGVPELEVADASELFDH
LHPKDWDSEAKLCLLIYCNGFVCNREIVELLNEVLDSTFLETITEDTADKLVVQALVNQTYDRWPQSAAPPTFTVVEAIE
DLTRASVLEDVRQEALQGLQQQLDSLGCACLMHVFRCSGEHEWREFTEELRPRVSEWLFDLLDKVQIEAGERLKLADSMS
RIDVARKALTTHAFELQSRAIRFSVLHHAARLKTTKALEAKLKNLKGVPATAQSQSQSQGGKAVGKQKARQAEAAQGDAK
GTKCNVDVEVELTNMQNEKNFLEKMFQNANAEADAVLALTAEFKEFGHRPGMRTCQYDENPQSAAQMVLAGLQAAQHLAF
NIVVLEMVIEEVQVQARVAMSRAITNQPILEAGIIGSSLPQKCIKQMLQDKVLQLTESFLLEAEAQAKQGKEAKGAKDRE
RKQVEQRKRQEERRKEEEAAARKREEEEAAARQQQQDREAQEAREREEERERKEREERAEERGRASLQKAEEKKPPSRVS
TLMMEDFSFKIDVERLDDEDEDEEGAEAAAAAASGPARTGSKDTGGRDRDRDRGGQGPHQTPGGKGDRGGQSGTHQQQQA
QQTQTQQTQGGRSTPAGKGGGGGGGGGSGGGGGSGRAGPPGSAQQNRMVPGFDPEAVSGPPSRPGGRRGRRGGAAAAAAA
AAAAAAAGGGTGRGLGGTAAMAAEAATSAEQLPAASRWVEGMMDDTEDGERPHPPAAAGAEDVAMVDLTEPESGPEPAPA
DAFEVNMAKYPLVHPYPFAAPEGWIVHEGYLFPADIDPEKLEESAREKEGFTDEVSVAKHRRVFFAYLAESLYSQEDRPK
PVVPPEAFKGYMPQGPQPPPYTVPYAMPIAVHSEYQPSSTCEVGAPGAAGTPQLVYGAGPPVFGPGGPQGPWPLPPPFPG
GPPPLPPIPQFAPQGVRPPGMPPRLFPGGPPPMFPYNMPQPLRPPMAPMPTPPEPRAESDNEDQGDTDDLLGLLGVSQAP
RPVAPAAAATMPPLPIPAYPPFAPGMPAYGGYPAPLPPYGVPPPPGMYGMPPPAVAPSPTPPPSSEAETNMGEELPPPPA
AAPYTPQVPLPPKVMAVAAAGPPVLSWAERARAAGGAVKAAPPLGRPASRPPEGQDQVDDEVPDSEEMQLRAAMHESMRD
NMNVAFPPLAASAAEAAGSASGRLAAAVTHPPSSSASTAQELDLVPGSAVGTGLVNRVGEYNCFLNVIIQCLWHCAAFRQ
QLQTRNPSDFDADHPVVAALLRLFRALDAADSLREQQRQQLARNSEVAVERHTVDPSELREALDALGVRAGEMNDASEVM
GALFESLNRAPGLSGANDGSPGSLSVVDRTFGLLLSEEVRCTVSTCRRITHVVPQHVEYFIIITATGLRDMRAFIDVGPS
DHLTMGRIINEIESQNIKRCDNDPPHHGCNTPTRVTKTLHNLPAVFTVQLAWEPDVPGDAIAGTLALVDTVLDPEEIFAG
GNCPPGGNMPAYTLHGMFCYYGQHYFAFINRGPVEPESAQEWVMFDDATVVAVGNWSQVIAKCRAGRIQPSVLFYQRAVS
PARA                                                                            
>Vcar_XP_002947333                                                              
MRLCGQPYAHWHAHPSGPVLEVLAAGDGVLSLSQHRLALHGLGGAPRWCLNDAGPQGGHFTALCMDTGTGGGGGGGSGGR
AVLGRSSSLVSLVDIATGKVVVEQLHSLVVRLFPRPPLPNSVRGAVQEVLGLLGGEGITLLRGPVTRGSLCCATSLGRLA
LIDPRTKLRVDGALIAAAGGVAALDGRGDTVAAAGYGLRAGQVIAENCVKIFDLRAGLRLLYSLPTAGSPSALVFHPLMP
ASLLVAMPSALFCLADTATGAATNLCQADMASDSLSTATISSSGELVALGGSGGYVHLWGDMGPGGLGGGGGPGRHRVNK
AASSVPPPAPPGGPRPKPAVALQEDDSFSSAPQYPPAPPPGAPPGLPPGPLVSEVDPSENSTVGLPPRVLEPSMRREIRM
VDGVGYLPNPHFSRSKVLTDMVRELAGLRHGPSARLSMRPDWVDPAAARAERQRQRAAEGGVVLPLRYQYVEIRHYGRLK
WEEFDFSYYNRTRFAGLENDLPNAYCNALLQALYFIPEFRTLVMCHTPEPDVEFCLTCELSFLFAMLRRSVGLPCQATNL
FRTLRSLREAAALGLLDGGGIGPAAGTAGDAGAAAAAMAAAAMASHSGASGGGGGGTSETELSRRVAALSRFVLEQMHRE
ASNARTPSMGPFRSGIAPQPSPANAAMAPALEVDLQYPPSREKAARAAEEARQLGLNRLPGTAPSQEDPPGSPPPPFSEL
LRRSLLAASATRAWLDEARGYALVRKVRVPLSLPPVLTVNVAPGDNKEAAWWLPNKGPDGEIPSGEANRLPWALAVVSKT
QLWEVEVHQADTAEQLYEQLGTSLFAPGVVSGVYELCGAVFQIRDLDEAADPNSNRTGGTIKPNQGHLVTMVKVPQQYWD
EIPQPRLTKPPPGSMAEYIQGKQPSTTTNTTSTTTSKTAVTVMTSSSNSTAQPNGKTAPQRHSASTATVTVAAATAPSSD
TASAAAGGPRSSGVGLDLGSISLPDDLDDIFSSTMTIAAAAVAAAAQAPTAASGNPPASGWPSAATAGAAGGAATPPLTH
GSRGHPQGPEWVLFNDFSVSPNCPAHEVTATYANQKLPCLLQYRQVPPPSHLASTAAAAAAAAGTSATASTSGVVQPTNA
GSSGGGSGGSSGGNRDGKKQAAAGPQRPGGGGGSGAVVAAATVAAAGSPAALIAAATSAPPPVLTSEQFRLLCCSPPLQG
PMAALPPFSYVVENNRTAFENITEANIMSYYLPLSTFLRGGHQNCDVLTLARVAVVVAEPGPLAGSCCLDDYVRAVEPVY
DYLTRWSGIQPGDLDPAVSRHYTTTLKHTYLKLKHLLDCGCVFVGHDLRKDFRCINMVVPPEQRTPAGTRQGTCIPMVVV
LHGGAFPAAVGAAAPQGFPQQQQQQYGPYPPPPSQQQQPYVPQPHLLGHDAAEDARMAMRLYHKYLEVKADHTRWRIKLS
IVIWSSARGQKRSFPACKIRHCLPHNRLRTQDTGYRMQASWHADECVT                                
>Vcar_XP_002947057                                                              
MPRGPRSKPVLGFLVRLTFVMQTQGGAPVEVRVGAVPLAPNANLLGEPTNSGILSLGRPRQQPLNTVNNVQSSRKEAAEA
AQAHAPGSSARKGDEGVLVAGASQQQIDSATALEPVSLDKPAPPEPVAKAELSTQNEDARTAPEPEPAPVTGNSEVNGLD
LAASLESGRTIAEATSLMGSAAIISSSSGSACGSSNYSDTRPSSVALHAPAAAHSLGEVPAGGPTQCKMHEKNVTMDDPE
AVTAPVIPTAESHGAPQRDAVPSGTGVVQAPAEKQAVPAGGIAWRQGPATALFAAAGSAAGGRTPSAAHGPNQNTIAPPT
HATAAPKASAGATSTTAAAAASSGMHPAPAAASELANSGSRQNHVPHSPTSAASEPSSQTRNRTTHLQAGNAPRTRCPPP
GFGVSAVALGPSGSTDSQPSGQAVTSAEVDNVQVARAQSQQSQQQQQAPTQLQRQMSPRAGAGSADASAPDGSRAQRQQH
SPERSATAAVASAPSVPAVPSSANGSDVPKASRKWASVAAAPASSGGVQTKALPHRPNSEGGSSDTSAAAAAATLVGLRH



SHQPSARQPPSVTPGVSTASAAAALASEVKSKTAGRSDSVEAPGVLAEGAPAAPVPVAGSETAAAKWHAAPVAAVLRAAP
QAAQKGHGQQDLTAPQPGASTPASAPAPCLKVEHAAVKTSARAVAAAAAVAESALGHPSGDVATAAAVAAVAAALASSPR
ESARSQIPVASDVISAANQSDVTSISSSTEEAPATRTRAGIALSHTKDSADGQRAPTGSAAGTRHAINAHAGNATPGPAG
AAAGPGLSAATASKPVALPTDASVRKAQQAVSVVAAAPTSAPAASETEGSPAAGEVCAPEQLLPPAATVTPAAPAPVPVA
ATAKLPTPAAVEATASPAAEPLASEPAAAAPGPRSWAALAASGPSGSAAPQTGRGRAPRGPAALGRGTPGRGSRQLPASQ
RIAAQPPEVMFHHCTTATSPQVAGARGGVLTPTSVAEDGYPPAASRPGMSSAPSGPTSSAGKPAPPSLSVGAEAVLSPTQ
GTLPVPSPASAAPGANFTDATCTGHAAASSAGAQAAPSDGLPQQSAPAPVPAAAPAPVHASAGSAATGDVLDSSGPGAVS
PAALANDATIIAAAVAAPLTAAAQQQPPAPESHAGAVEPGAEGEGEGDASRQGEGGSILWTQVIKRKNPSKGPRDMDTGY
THSRATVAAVGSRGRGKHGDAAAAAPPPRQRDEHLPPHRSLLSPSAAPVTAGAQQHGPQLSGKPCAIATGLPTAVAAAVT
TVTIPSPSVPPLGPTAGDVKVSGAATEIEAGPDGAVPLLASESPQRAVCEGASAATTAVEAPSSVSKVAAAAVPAAEMGG
KAAPASVGAEPVVAAAAAPEVEAVVETSVPDVAEAGVEDTAIHGKPAAPPAPADDGVGAPIGVVVVSSAVAALAQADTPD
MKITTPEAPFQARDSGASTKDKDGLSAASQAVGPEGREEKVEEGEDDGAAAIPAGRNPWDLLGTAGEDGEMTEIAVAAAG
MSASAAASGASALIISAASTSEAEAMEALRQLLTPATAEQLLAGSRQQQQAGKFRILPRGLKNTGNTCFINATMQALLAC
APFASVLSRLPAVAPVLEPSKSPTLHGLALLLAELVAPQPGVTTPSSAGAAGSGRDEAQLAAEDDGWAEVQVSRGKKAAQ
RRNNAAKPVLQPTAPTAPAPSSGPSASGKEVVLGGQPLVPSMLSGIAAAFNPRISIAEKQTMAKVLSKSVVEQEQQDAQE
FFQFLVNRVHEEVLGLRKAHGLAAAPAAASASAAGGSDDGEEWSQVGRKNKATVTRQVGTPADDASSRSPVTAIFSGLVK
STIRFQQPHANYKPSATIEVFNMLHLDIAAEGVNTLEDALRHHSVPENIEYKPEGASEMLPAKKDVRLYRLPEVLVLHLK
RFTYTAAGGGHYTKLQKSVAFNCLLRLEGKVLAEDCPDRANAEYRLFATINHHGRSIAGGHYIADVQQPDGCWLRFNDEH
VLLVSEGDVLRERPYLLFYQRVPQRAHRQSDA                                                
>Vcar_XP_002946481                                                              
DEDDDDDDEGADDRVLLPRSTSRAAVKKGTECPYLDTISRQNLDFDFEKCCSVTLSPVNVYVCLVCGKYFQGRGLNTHAY
THSLESAHHMFMKLDNGKVYCLPDNYEVLDKSLDDIRHVRDPLFRTEEIASLDNSSSISRLLSYMPGLVGLNNMKNNDYI
NVIMQICARITPLRDFFLDPANYSDCRSPLVQRFGELLRKMWNTRNFKGQVSPHEFVQAVRNASKKRFTADTQCDPVELW
SWLLNNLHLDLTRGKPKKPSIITQCLQGELEVTTLAGTGRGTRAATSGEDVTERVPFLLLGLELPPAPLFKDVLEKNIIP
QVPIFHIMRKFDGETITDDIRAGRRRFRITRLPRYLALHYRRFTKNNFFIEKNPTLVNFPVKSLELRDILPLPEFPAAAG
GAAAGAPDAAAYGSSSKYDLVANLVHDGKADSGTYRVHVHRKVEDIWYEVQDLAVQDILPQMVALSEAYFQVFE      
>Vcar_XP_002946274                                                              
GLQNLGNTCFMNSILQSLNAVPELVQQFLNPPERHWSSKAVVAPAYSGLVRDMITGSYGGCVNPSAFLRKISKHDTRWGD
GRQQDSQEFLNSLLEALQAECNRITAKPTYRELQGKGSEAAQAAEAYEYARSWNDSVVDDIFGGLTQSTIQCHACQRLSH
TFEPFLGLAVPIPPAAAASSGSGGDMDAGRGGAGVSVADCLRAFVECEELQGDDSYKCEACKQRQPHSKRMQIFRPPRVL
VLTLKRFAQRPAAPGFFSRFRSPAKNNTPVRLEPEPLDLTPYCNPLGLRGLCVRGRGPVAPLYQLVAVSHHSGSLEGGHY
TAQARSCLDGQWYNFNDSCVRREPSRPSGSSSSAYVMFY                                         
>Vcar_XP_002946055                                                              
MTQTVGKRPAEDMTQVKLNVKWGKETYNDVEVDVSQPPLVFKSQLFALTGVPPDRQKVMIKGALLKDDEWGKSAPKEGMT
IMLMGSAEAVPVEAPKNIPKFVEDLPEAEQEHLETKRFGAGLHNLGNTCYMNSTLQCMFAVQPLREALYKKASGAGGDPT
GRLVTAIAELFKDLESGGAPFPPYAFLVALRAKFPQFAQQTQGVFAQQDAEECWTNVMYAMREKVKDEDGNPVVDKLFGM
RTRLRLKSDESAEEFTEDGMTYTLKVNIEEKTAHVSEGVALGLKEERERSSVAMGRTVVFRGGTSLTALPPFLTLQMMRF
FFRRDNGQKAKILKKIPFSLEFDAFEFCSDELKKELEAPRVAYKEAQDREIEAKKLAKKGPGPSAVATASAASGTLTAAN
AVADVDMKEAAVASTSAPTTSSSTKLSMTGKYELVGVVTHKGRTADSGHYVAWVKQSSDGTWVCFDDDKITVRTEEEVLQ
LSGGGDWHMAYLLLYRAIMVDMSGAVPAAVSEAAQPAAAMETEGGSSA                                
>Cvar_EFN58998                                                                  
MAPGKKKSPKREGQKDAGSGGGSEQGQTREAQQQRAQLIKAYLQHRLQQGEAAAAAQRDGAAARESAAGSEQAALERLAP
ECRLSVLDLRGAIKRAAMNKHLSKDKEKLLLEIASKLEQHGPVAYQTAASALRTRRHGERGLAGVADAQVFDARIEEEEL
RDKAGQLARIKAYLSRPGPARSVAEAAHEIGLELGSPNFGLWMGHSFLRHPLPHISSLLPFSMAGADVMVIPEVPLTRLA
ARLHRRLLSLRRKAAVLSCGSPEAAAAAAAAAAAAAAQEEGFGGGEEEGLAELLECPWKELESMAGLLQDSCRLAGKKPA
APEWPGRGWGADTITSTVAKGAATERLLANRIQAQEPQARRGCRLPAEQALAAALRGHMLMLLQQCAAARGLAGSCEELQ
AAVRPLQLVMGSPTSTSRDLAGVACVLASAAPTAVDGLMTTLLSLGEPRGGTFWRQMLLLLRLLDLEPPPQAPGAGQAGE
EGQEEEEFDDDEEEEAAAATDAVEEEGQLPSAAVLQAAARRLAFRRRRQLAARILLALHRMQARQRLFEAFVMPLLECID
KHAQLGVGSSAAEHRGLTGTMLLRQLTLLPSDCLLAAYTYVAAGFGEAFRTPEDLGGPSPLFADEHVMRAELGKADFGQA
AAISLGGLSWHPPAPAGGPGHAMIGVSPFAVQLALHQLPTAAGEASPPPHTEPGWCPPCAAAGRAGATPATASPEDCLGG
LAGLAAGALRMPVGTVPGGSDGAVMLCLQLFRNESVLTLGASAQLGRLGTRTDQALELIEQLSYVDESIHRLRAALHHVW
NEGVGGYQAMEEALENATELDSQQIAVLLHSTDAWIELKRQLLTVSKLLLRLELLGQEQELRCLKDSGSLLAQLAQRLGA
DAAAAMVMDEYTSVAMHAQNHAMRLDTAHRLTDRPKDAVLPWATKVQALFGSLLGDGSLLRIMALASAGMRQLATEFEKA
VLQMQVAACACSQLRQACTVHLLAPFEEIAVQQVLAARWERAAAADPALKGGISPEEAAAAERAAAAAADALLAEESKEE
EKSRKRQQQKEEKRRAAEQKRRQQQEEEEEARRRQQQQRQQEEEAAAAARQRELEEEAQRHRQAKEQAAAAARAAAEEDA
KGQEAARPPSKQASSSPGEAGTGTKQAEQQPRKQKQQQAQAQQAQQAQPAHQEHQEQQQQKHSPPQQQQKAQHKQQKQQK
QPEHHQQPEAQPPRFAQAPGKAQQQRASPQGQPQTAQPLPHQGDSSGGLDGRGGRRTPTAPPAERTRILTVPRRPATPPD
QQHGAAEKHGAAEKAEAAAAAPAAAGGWAWAAAQPPAAAAAAEPAAAASWPAPAALEPPAAPAPDAGALLWPTLCQPLPP
AAPPAVPAPAASLAEPAAPRLSNGWADPAAAARIAQEAVVRLYSPAQDAPPAPQAPPAYPTPPQQTAAAAAAAAPAPAAP
ERAPEPAAAVPAATPTPPAAAWAAGPPASSWAALAAKPATPAAAKPAPAAPAPAAAAGEWGASDWGAADWGASWQGSPEP
TPSEAAAAAAAPLAVLPAGGGPAAPPPLKFLAGARPGQAEVVGLGAPGPANEAGGINCFLNVLAWPPEVYLSDAVLQAFV
GLFRELTELDDHRQALALAAAEGGDPAPPAPEQQQQQQQQQQQQRAVIDPTPLREAINALPGQEFKIGEMSDAGELLLVL



YEHMREAAPGAAGASVDVAFGLRVGEGVRCGACGKETQSAHYTQYFFNSFAAALRGSLRTGSDPGFGARLRSIEDEHQKS
CDTDLGGCGTLHPVRQELLGGPPRVFTLQLVWESHSEEPGAIGGALRAVGEQIDLGQLYAGVPPGTMYRLRAMVCYYGRH
YSAFVHLPELARWVMFDDSSASSVGAWAEVRRRCETGRVQPSVLFYEAAA                              
>Cvar_EFN57334                                                                  
MKPLVLEPDASMGNLLRCAEAQQQKSCDEDLGGCGSPNPVNHFLEGTPPRVFTLQVAWESHSEGPDVIASTLAALDEEVD
LGEVYQGVQPGLFRYRLRSMVCYYGQHYQAMVLVPDAGGWLMFDDSRVSGVGGWADVRHKCKAGRIQPSVLFYEAVQG  
>Cvar_EFN57124                                                                  
GGCNKSCPVTTQLEQAPRVFSLQIAWLSNQEAPQDIGCTLAALDETVDLSEVYQGVQPALHRYRLRSMVCYYGQHYQAMV
LVPDAGGWLMFDDSRVSGVGGWADVRRKCEAGHIQPSVLFYEAVQG                                  
>Cvar_EFN53318                                                                  
MGSVNVEVKWGKEKFAVEVDLEQPPAVLKTQLFSLTGVPPERQKIMGVKGGLLKDDGEWAKLGLKAGQKLTMMGTADKVP
EAPTTQQTFMEDLPEEEQDTSGMGKYGAGLQNLGNTCYMNSTVQCLYAVPELRSSLTNYASSPAIGGGADGNHTLTVATR
NLFQSLTRSVQPVPPMEFILSLRKTYPQFGQTSREGFYMQQDADECWGNLLTSLKDKLKAGPACQPCLNLAFLFGVQLHA
TLKAGEGEETIEQEKLVCNISVDVNHLSEGIRLGLKQDREQRSEALGRDVLFQGDAQISGLPPYLTVQMMRFFYKADVQQ
KAKILRKVTFPLHLDVLEFCTPELQAQLKGPRLAGTLRALWGHPWGCCCCRCRLSAGGDVAMQEAGAGSGAAAEADPAAF
AGELTGEAGPALSLGLCKYELIGVLTHKGRSADSGHYVSWVRQEDGQWVQFDDDKMILRKEEEVLTLSGGGDWHMAYMLL
YRAQRVPRE                                                                       
>Cvar_EFN53300                                                                  
MGGELPPDAAHLRVSAHARLRRLSATAVQPASPAGSSPTRTRAAITLDVWQPEAAGGEGMTVAGSGAAADVAAAPPGLPP
LLNGAAHEASPSLGGSSDQASPRFLELLRNSLPQPDEDGDSGSGNGSSAPSAAGAQHPPPSDTLAQLHALNGGAAAAAAA
GAPLANGRAPGKPHKRGLLGLFKSGKSSKQQHQAKGIAAPGASSAANGGGGSSRGSKHTSEGGGKKKGGSWFSSSKAPDN
PAAKPPLPQSSPLPPAAAAEQGQRGVLLPGLPVLAAASTDGTSIRSEDAAAANGARHDSALSSRHAVASTLVDYSSASDF
SAPSSALPSPVAGTLGLPPGVDAPANGKKGHSRHRSLTSMLVPGWRRRSRHPSAGSEGELAGDVTPTRGAATPSHYSSPA
PKSAEALAAAAAGAAEGEMIQPILAEPRPPLLPPGTTGLRNIGNTCFVNAALQCLRYTPGLPLNVAPDLLQRVKQQQQPG
GPQAAGGDELEPAAGEEVHAQALARASMDSRAPAALAASRGLEEEEEVEEGAVGSTAVASESGNAPAADEAAAGEEAAAG
AEAAGAAGEGKRAEAEPAAAEAKEGSETEAGAPSEREAAAAPAAGGQPPPGPAPPPPAPPPQQQQVPAKPQRPSRGELLK
AFADLVSELYLPPAGSNGSAVCATPLLRTLRAFPIAADYFDGGQHDCQEVLRVLMDLLHDDLNRAPPRQPAQPPAASASD
AAAAPEAGSSPASPRQRQEEAADGPAAAAAEAQEEHPQPSPRQGEAADGAGSQQGSQQQQDEGEGTGEGKEERKEDEGAK
ADRLWQQYLERDSSVITDLFGGQLQARAAPQRPALAPSVTCHNCGGRFTMYEPFWDLSLPLAKEAKGGSFSWLGLKGSTP
ASIQDCLTAFTADEKMEGAEAFHCETCRDKTPATKHLRLHRFPEVLVLQIKRFKYKGASTDKLTANVSFPLKALRLHQYA
SPECPAGPDECTYELFAVSNHYGNLTGGHYTAMCRVPQAGGQEAWYSFNDEQVVSQYAYILFYVRSRSSTAAHHRRNHSA
ASAGAGGGQ                                                                       
>Cvar_EFN52320                                                                  
MLEDQDQVLAPMEVDENKPVDEAAVGPVSNPLVGEFTWALPNFSGSTGKVLSEPFEIGGYSWQLLVYPSGNNRTDALALY
LAVAEDDQAAFQLQRFAHFKLILLSQVEGGDVVKDTQHTFTSRETDWGFTTFVPLAELRDPARGLLVDDTIRVKVCVEVK
VPEDFIYDSRKETGFVGLKNQGATCYMNSLLQTLFNINQFRKAVYHMPTSEDADPASSMPLALQSVFYKLQFTVGPVSTK
DLTRSFGWDTADAFQQHDVQELNRILCDRLEEKMKGTRVEGMINKLFEGHTLNYLECINVEYKSSRKESFMDVQLDVKNC
KDIYASFDKYCEVEVLEGDNQYNAEQHGMQASTEHTSCDARKGILFEGFPPVLQLQLKRFEYDFMKDMMIKVNDRYEFYD
TIDLDREDGKYLSSGADRNVRNTYKLLAVLVHSGGVHGGHYFAFIRPDGKQWLRFDDERVEKADQQKAVDDNWGGEDERM
PPQGFGNTFRLTKHANAYMLVYVRESEWGAVMCQVTEQDISAHVQARLKAEQEEKERRKKEKAEAHLYTLVRVSTDADLA
EQIGSSRFFDLVDHDKARLRYRLPRKAPFSELRRLVAEEMGVPAEQQRFWKWAQRQNQTYRPAQPLVLESEDQAIATIKE
TAANRGTRPGVMATLNLFLETPAPGGELPPLRAKTDIMLFFKQYCPDGDHPVLKYAGRRLVPKDTKIKELHPLLRGLGGL
GEGEAVEVYEEVKFEPTVMVDKLTPSVTLAGSQLEHGDILVFQRQLSQAGATAGPSAKEFMEYVRNRQSVTFKPLDDPQG
EEAVQLELLKTDSYDDVSKAIAAKLGLDDPLKLRLTGALNHLTQLPRPHPIRYRQFDALQDMLKSGPFGQVSTLYYEVID
LPLPDYENLLSFKIAYHNSKLEEVSQHSVRISKSASIHELLEDLRRQLPAEAQGTRPLRLLEVYQWKIWQLFNPRDRVET
IGDNAWHLRVEVVPEDQEDLEQQGVLHVHCLQVAEEPNNQRPFAFSDPFIMRLGPEETVGELRQRVQEKLGVPDEEFAPS
WKPVLCTFGGAELLADDVVVASRLDSQKLYGHQERNCIGFVRENKNPRRTHAHLNSRLAAWQGQEKQLRIRS        
>Cvar_EFN52156                                                                  
MTRRGGQQAGRHGPTGHNELFKAEDLTLQWREMRKAGAGLQNLGNTCFMNSVLQLLVHTPPLAELLLSGGFGRVHNGAVN
GFYPIQLARELVSRSLAQTTRSPLAPMKFAKSLRRISRSFRLGRQEDAHEFLIALLDAMHEASIAGITPKPSPELAQTSF
IYRIFGGRMRSQVKCSECGYESNTYDPCIDLSLEITRASSVKRALEHFTKGEVLDGGNKYKCPRQQKAVRAVKRMTVDSA
PNVLMIQLKRFEFSFSGHKISKKIDFDLELDLGPFMSEAPLVPALYDLYAVLVHSGHSVHSGHYYAYVRAPNGIWHICDD
THVAQVAERQVMAQKAYILFYLKRQPCAKRAPLSTSNRSVAMAAAPSPSPTGGSAPGAAAPAAAATLARRQDVQQPVRLD
GQRGSSAATPALAPGIGSKKRKHSEAATDSLQQQQRNRHAVRLCAAEADEQQQLNGRIGKSREQQQDGRTSKKQRHALRQ
HAAAHSSSDAEVPFASPLPRLRPRVVPSPLAVTAALAVSRRGARLAEVISISQHQMLRPRRLLRQKGRLKRSAAAAAAAA
AARRVEPAAFPAEVVQREDRPRGSGPGGSAGASVVSAPDWPPVKQQGATVGAASGAGVEQQQQQEYGRRRKRRPPQHEDV
QPSAAPPRGASSGGQQADDVRAFLRGSSGGTRLRLEAWDHADMADKQLQAKLLRKEAPKRRRLDEYDQEYDKGRTKKVRG
KRGDGSGSNEGRGVGPDLDAAWRQQQREGAQTELRGNRKRRSAQSHHEQQQQFGGPASRHGGTRGGSGGRGRGRMSPRR 
>Cvar_EFN52140                                                                  
MALIFPQLSGQQEAQAVLETEQAAAAADPAAGDALFVVSNKWFSGWCQYSGFVYDPVRKKPKVVPQQEPAPRPGPIDNSD
LVAEPPSTSDLTSEQQAGVVVVRDQLVDKHHFWMVHEPTWNLLKEWYGCKGPEVRREYHMAGHRIQLEAQQQHYRVIARP
AGAEEQEAVVGCSAMCKLSELKTMACSAMGLEADDYDVYDYRRCQQGANLEATTYKTLTGNKLQDQQAVLLLPRGRQAPP



WADDVVYDAPGRARGLAGLGNLGNTCFMNSSLQCLAHSLPLMQTFLTGAYKRDLNKDNPLSLGGKLALAFGALMDKLWRG
GVGHVSPKLFKWQLAKFCPQFSGYAQEDSQELLAFLLDGLHEDLNRITDKPYIEDKDSDGRPDEEVAAEAWANYRRRNDS
VIVDAFQGLYRSVLTCPQCEYQSVKYLSLPLPSSKMRGVTFTAVFVDGTVAPRTYGIEVPKSATVGQLYAGIAELLGLAT
EAPEDVLLLTQFNMSDASFAVYADSKARVSSIEDLRSRSFFHSRSTSHLYIAYVYPSSESGPRSGKHPVHIFHRPFRRPQ
APAPAAQEDAVFGSDSIEQQQQAEGPAPMDEAPISAVSVAAGPEAAAETMMISASAADHEAMELEQGGPGRGPPNGSVDA
EAIAKSGGDEAWLDSMPVNGTNAQASGLFAADVPMVSAAAMAQSGDSEEIFDLWSAQKEDAAKAAAAAAAAAATSPPFLL
KAAKRAGYNMALTTYSVILEVPEDGQPLLLVAEWQDAAGQLYDPHPLLDAEKDASALALAEKQRDGGKSVTLAECLETFL
QPEQLDAEDRWYCGKCKQHVQADKKLDLWSLPDVLVVHLKRFSYSRYSRDKLDTLVDFPLRDLDMTPYLRSRQQHAHPAQ
QQQQSDPARSTRYDLYAVSNHYGGMGGGHYTAYCRMPGASGGWHTFDDGHVGRMEESGVKTSAAYVLFYRRQGAQADEDV
QVLLERADAEAQQELVPAAAAAGVVAEEQAGPAGAAAEQHKNVASHAAPHPTVPSTSASSLRKRQPAAIYEEGAHDIPAA
GAIEID                                                                          
>Cvar_EFN51528                                                                  
MAVATVDDSVLDLVRKHMREVKVPGNYDRVYKDECMFCFASPESPGGLYINLATHQAFDEEHMELDQQRTSAMLYLHRQA
RRVPLSEAELKKREDEKPNKMAIGVKGGFQLDEKDYRLETEEALVLLPAWLRIPLPCPELPELVLSCITAVQKHDSASHQ
ASLSAWHEERRVSKYAEHLEQLPATRNIPMDPKEWKCDETGLQENLWLNLSTGFIGCGRQQYGMDSGTGSAMKHYEATGR
KYPLVVKLGTITPHGADVYSYAPEEDDMVLDPHLARHLAHWGIDMIQMEKTEKSIAELEIDQNVAMEFDKITEAGAHLKP
LSGPGFVGLTNLGNSCYMNSVLQLLWALPELHQRYVDKAAHIFKTAPQDPAVDFATQFAKVSVAERLGRGSWRMPALCHK
SNTWQPTVRPQAFKSLVGKGHSEFSSGRQQDAQEFFGHLLEVLSRAEHAAGSRLPGAAAEPTTRLFKFGTEDRIQCTETG
RVRLILRCRVFCTLHIPMEAAENRNELEQFQERQQKRQKLKEEGSAAADEHVTPRVPFTACLEMWAADNLVDGYSSAAAG
RKTQAAKRPRFSSFPPYLLVQMLRYYRTETGEEKKLDVEIPVPEELDLEPLRAQGLQAGEQLQPDAPDEPPAAASHGAAA
PAAPPGPQPDDTIVAQLVSMGFSENGSKRAALAVGNSSTDAAATWVFDHIEDPDFNDPLPASGKASTGGVAGGGPGAPEP
SAESLSTLGDMGFNERQARIALAACQGSVERAVDWLFSRHDNLDIEVEEAAATSTSAAGGSMAAAPSGDASASAAQLLDG
PGQYELVGIVSHMGANTTCGHYVCHVKKEGQWVIFNDEKVAASQHPPFDRGYLYLYRRRQ                    
>Cvar_EFN51470                                                                  
MLHDSGCWQYAQEQLRNIVHAAASSFLPQRFNNMPLQSLRTPGAFAGLQNGGATCYMSSVFQQLFMQTTIRTLILSAPAV
AKEEQQDSVFHQMQVMFAHLALGVEPWFEPRGFWRAFKDYDGQPVNIREHQDAYEFFTRLQDSVDEYLRAQQRPRAIHTA
LGGTFAQLITVLGLPQYCSEREEEFYQISLDVRGKRTLAESLDSYVSKELMDGQNQYLCEELGKKVKTRFEFPMELDVYP
YTVEGASEADGRPAEKKDASHYRYDLRGIVVHSGSAFAGHYYSVIKDRQPGGEWYCFDDTNVEPWDPAKLDMDCFGGRFI
PEGFTQECDRPNSAYMLFYERADGAQPMAVSPAPPIKQQSSQQMPDVEMPAQQGGVAVAVAHPAAETRTPFNMPPSLYEA
VLFGNLRQLGAMQLLSMEYCRFVWQVIHHLNDAVVTGTARKAAKREPTSSPGGIGSVASGSGSAATGACQLQALTNRRGG
DLHVIIADAALLALDYCLQVALRGGNELRREILGTGGRKAAPGMIGVLREVAKTIPAVAGAVLLHLASGPCSASADALLT
QHPGPGVRTFVRDIIATAADCLTCQELRTDEAVHAIRACINHLCGSTLPMLLQLQAPWHHDELLELLQRLSIPRYSWRRA
LLDAHLTPLLALVRR                                                                 
>Cvar_EFN51404                                                                  
MGPGEKRRGRGCEHLGAVREQQARLHASLLHHWQQRKAAGQPLLPLGDGLLCLGCGARCASPLEHGSNGGAGQGGCTGHD
VLLDLRRGSVLPGWAACGAARPPPGLPCSRGLVHFDLALQAALASAKSGGLPGGGTAAATMPPGAAGRGPIGSGEAGQAG
APPPPGQPAHGLANAQPQGQGQGLEQEDQKQQQQAAGSAAAPAAVPAAAAAPAVPAAAAAAALAEGFAAVAADGFPAGLR
GLNNLGNTCFMNSVLQALLHSPLLRNHFLLDAHPRAACTLAAGGGACVLCELDGVFSAAYSGRRAAYSPAPFLYAWWQLA
GGQLAGYQQQDSHEFLCFTLEMMAAADGDPGGPAAGAAGTASFPPPSACLSRRLFGGTLRSDLMAPLIAPTILPRPGGGG
GSSGGGGGGRAGKLVGAARLSHERAVARKAAAAAAAGDAAAAAPAAAAGAAGPSQGQQQQQQQQQQQQQQQQQQQQQQQQ
QQQRQLSGLAAVPVPVPPAAPESSGEVELIDLCHSDSMTLGGGGSGMEGLSGLGGPSGLEGASGVHPSGGGVAAADDTQA
RWGDTLSSPRQQLMSAPLPSLQLLPHLHPSFQPQHQQLPLPSLHLEGKELAQRQQRPPAAQQQQRRQGPAAPPGGGAAGG
TTLPPAASGRPPIPPGSRAGRGAAGGGGRGSGQPPQQAQQAQQAQQAQQQQQQRGEGSSPPQGYYRWPGASLLGCLNRFT
QEERLGAGERWACERCGSGQHAVKQLSLRHLPPLLAFHAKRFEHAGGFRAVAKKLDTYLSFPLSGLDMRPYLASTKLRSR
YRLPPPGERQPDGRVQQAQQPLEKANAGQQQQQQQQQEQQQQEQAAAAPPAAGGASGSGGGTIGGTSSDARFLYDLYAVV
GGHYVAYVRAADGRWYLCDDAWVTAAQQCGSTLSSAGEQVAAPRRPPRWRRRGGGELYSLLQPLQSAARSSTYPQLSITR
PMWPFSSKAELPPEQTARITRRCGVAAGTLQHCLAANPGSPGICSSLETQVVHCYAEIACPSLAADHQRCFKRVVNSQGK
EPFSACDKEVEAMRKCLRRYRLYPFASSGSSSGAGGGGGGGGGGAPR                                 
>Cvar_EFN50724                                                                  
MKRIRDELEEGGDDGEDTREQAAPEEPAAAAEAQPEDEEDDKPLMSHYKMSRSVRKGAECPYLDTISRQNLDFDFEKCCS
VTLSGHNVYACLVCGKYFQGRGPSTQAYTHALEAGHHMFMKVESGRVYCLPDMYEVQDRSLADIQYVLNPTFTAEDVSKL
DGGVSWARALDGSEYMPGLVGLNNMKQNDYANVVVQALIRVWPIRDFFLRPENYASCQSLLVQRFGELVRKVWNPRAFKG
QVSPHEFMQARGSWLLARSSWHAAAGSCRAVMSASSKRLIIDRQSDPLEFLSWLVNSLHLDLTGGKRKKRSVITDCLQGE
LEVVTEAGTGKAKEAIKDVIDHVPFLMLGLDLPAAPLFKDALEKVIIPQVPIFDILRKFDGQLVHEDIKAGRRRFRVTRL
PRFMVLHVRRFLKNQFFVEKNPTIVNFPVKNLELAGCIPVPKGPDSQPAPSKYDLVANVVHEGKAGAGLYRVHIHRKVED
VWYEVQDLRVTEVLPQMVALSETYLQVYELKEQ                                               
>Cvar_EFN58911                                                                  
MSGPPGELAMYTGASKRARQMLQAAQAGGGVKKKAAGPVKPLLAPITFTRRAKRAAGENEGRDDACNLFTSMQATPKKQK
RTEELTPLCAAGAARLPGLGGPASSGLPLARYKSLTITHLTDWYADRESKQQLREQRMEEEEQRRRRGQCSSAGGGALFG
RSSGGASIACLPAGMRNLGNTCYLNAVLQASVLLSLPSFIADLRQGRKQLAAAGQPLSAAGVYSALLDCVAAKDSLSGGQ
AYITPASLKRALDAASSAFQGAFQQARGGRLQGDAHELFCGLLDVLQSEVLGREVQRYGRTRIRISETADPAARNFGFAV
QHELTCRRCGQASRVLEEYMHLSLELPEPQPGSVAPASSIATLLRDYFKEEEVEKDCEGCGGANQPHSLRHTIRRLPRIL



ISWSAEKQQAVCQKLHTSIEMAEVVQLGAYLAAGALPPLPGGQLQEVGKENEQQQANVEPSSHDGAPAAAPARPDTQLKA
RSGLHFYGSSGGGTPGAAHALLSTTPQDAFPGSALRDAEDEDLRQATAMSLLEHHGQQQQQQQQQPEGLGAAWELGLGRR
VAEDEEAPGVVLVRARIPNPATEVVLPAEVAAAAAGVGAGSSHQLRGQWYTTGLGSACEQHGSDADGAAGSGGARKTAAE
REEEELQRAIQLSMAEEQQRLAAAGAAGSNGLAAAGGDGAAGTAAAAVEDPEDGTVTPVLSCIPALGAAAGEVAAAEDTD
LQRALQLSLLDQGGASSAPAALPLAAGPAEAVAGWQGEQQQQQGQEQGRPDPVVSIFGELLPAPIGAAGVGGAPAAAAAP
SMQQQQLAAGAREVDAGGGDWSAVDVQVPAEAVAEPPAYRHAEIVEDDALLQDGPEAAEGAADAAAEADGACGGAGTKTP
PALYRLHAVVNHEGPAASCGHFTSDICDPATRAWHRLNDSLTSRISATEARSSTRQRQCYLLFYVASPGTSGAPS     
>Cvar_EFN57749                                                                  
MQKRKDVLEMQARYQQEVQRWSGAVRDYLQWLQLPVQDQRREQPDVAEVVRTRRAVIDGMDAVIEYCRRSRSEAAVCLTG
MADACYLHARRQLAEWRQTYCTVYPQLRLAELMIAHILPLKWSAEFCADEGGGAGERQAQQAEERRQLGAEMQGRAAADA
GAAQPGRQHPGAQRDQAPHGKKASKKQRQAAPKPLPLDEESRKAADAAAQAAAAELVALEEAQQAALAKKDEKRKAKKER
QKAARMGAVAAAAGEEGSAGAAAEAAAKRAAQDAQAGGREEAVTGDEAAEAVSEVAEPEQQGMQPSTVDAEQAAEQLGGA
AAGQSVQAETARPRAAEQPSVAAVSRYAVLEQDEEQQAGGGDELAPAGRPQRRSKGSRKKAARDSSAEAHVRSPSVSAAT
VPEPAPHQVAAEEEEAAEVAAPPASAAADSWTDAGYWEPVPRELLRETVWEEKHGDSPAPLDRAASSSSSTSWPAAAAPA
ASTPPADVAASVDDTDFESLLLTLGVSAASAEGSSSSAWGGAPMLAPTPALQPVADAAYNHSMHVSDGGSLPQPIFDPSS
LFLGQQQARGPELPPAGQQQAAGGELCLPGLRNEAGEYNCFLNVILQCLWHCRDFRQQVLSWPPELVAADAVVGALHGLM
AELQQHQAAAAGAEGSQQEGDRGSVVDPSRLRAALADVPGSAFGQGEMSDAGEVLLTVYECILAAEKAVGVPPHRSSVEA
TFGLHLREWVWCGDCQLATHHHSFMQCFYDTQASGVGRYGVVQDGTGFVLGDALVAPAAALRSCMARLIKQRSRGVIQPR
SFGGVLGELAKQFKTCDSDIGGCDKRQPVRRVVEAPLPRIFTLQIAWQSHRETPHNIAETMGAVQEQLWLRDLFRDSEQA
EAAEVAGTRYRLASMVCYYGRHYFAFLLLPASGGWVMMDDAASTVVGGWPQVLHRCEAGRIQPSLLFYEAAPAPAPA   
>Cvar_EFN57329                                                                  
MAAAAAAAVAAAAPAASQQVLQPIMPAGHVLPGAATAGSSGEGGGWSLFSSFQPGGSGSPRLHSGQGDTPGPSIEGLAAR
YAAGATADSASGAGASGLVEDGGSLGSADSLPALLGIEGGALGFGGGPDVASWDGSWGVAEGSWEAQGSPWRSHLQGSWQ
QPLPEMVGGGGGGGGVQLALPGLRNDVGQYNCFLNAVLQCLWRCEAFRQQVLSWPQVFFEAHPVVLALRNLFHQLQGQER
AAVGAAALPRPAAVDPAELRLALASSSDRTFGVGEMSDAAEVLLTIYESVGHVAKAQQVPNCVDALAGLEVAEGVYCPTC
SLTTHCNQFTQHFYNTQAAAMRDAHAASLQECRLGRMGASSMGKRLRAEQGQLKTCDEDRGGCGRRYPVHHVLRAAPRLF
SLQLSWLSTRESGEDIAATLRALDEHLLLGEVYAGQAAAGRRYRLRCMAGFYGQHYVALIRLPELEGQWALFDDSRVSGV
GAWEDVVRRCEAVRIQPSVLFYEAVQG                                                     
>Cvar_EFN55975                                                                  
MFELIKDPQGSLELNLSILRVVRTMQDSGRRGPGFYEGLPIASGHLLWQRSEAPAWWHSHSMEKEAVNGGGSGRLTTGAA
GGKGSSQRPEESNSLLPVPSRVLYPCERCYANSLLQALLATPPLAAFLVSGEHSSGCLKPSASHWCVLCELEKLAVQAYG
DSASRGVLNPRPLLRNVKRLGKQFTFGRQEDSHELFLRLVEAVEAVQLLEAGGKARHDLRSRETCLIHHVFGGYTRSQVE
CRSCGHISRAYECCTSLTLEVSARIASLEAALSSFAASERLDGDNRYKCDGCKAYVAADKSTALEVAPHMLQICLKRFAP
GRFGKITSRLSFPEQLDMGPYMAASCLDGDLVQYRLYAVVVHIDWGRSTDYGHYIAYVRCGSSWFQCDDSSVTAVSAAKV
LASSAYLLFYERQVPRRIVAVGERSCAAEDMAAAAAAVVVTADGASAEAEVPDGAGGRLDSMAPPPESILRVETAPASLP
HLGQSGQAGQGNAAASSPGSSPHLSAASSSDQLWLAREKEWQSDIGIGVPERLHTCASDSDLPAARQRSEAQAAAHGARP
STPRAASLEAAGAGEPEFAAAVAAQGRQVRQESEELVQEQGLEGAAEAAAASARAEVEALLREQTDEQAGSPSAACSAES
SSTELGASSNPFDLLGGDEGSDSECESGTSDAESEGEQRAGAAKMARPAAAPSQRRQQKQQQKHQPAAAGRCADTEAAAE
VLQHPASGTELAAAAKHPAAQAQELQQVAGSNRCTAGQSQQPPASGTSAAAGFAEKPATAATTAAPSAIHKQHPQQHPQQ
HPQPAISGSAQPPSAAAPDSRQQPPSGACSSCSSDGPCTPKYRASVSVKNGGQRTLRLSVELPGVRQEAQVDWHLAELGG
STSQQQELLLRAEQYALRLPLPVPVAANAAAAKWAAARHKLTVTWPAL                                
>Cvar_EFN55915                                                                  
MGTSSSKPDKVVQELPDDENYFGLENFGNTCYCNSVLQTLYFCKPFREQVLHYGARLQAAAASSKQPPPENMLTCLAELF
LQARLLLLVNGQKKKCGFVSPRRFVSRVKAENALFSSYMHQDAHEFLNWLLNDISEARSPTKAAASSSAACARSPSLQLL
SQAAAKAAAVRNRPVRTWVHDLFQGKLVNETRCLQCETVTSREEDFYDLSLEIDQNCSLTSCLRNFSSTETLDAEDKFFC
DKCGCLQEAQKRMRLAQLPPVLCMHLKRFKYIESMGRLKKLMHRVTFPWELKMINTTDDCPDADTAYELFAVVVHMGAHP
NHGHYVALVRTPCGQWVCFDDEQVNAITEAQVQSVFGHTQDWHPMRDDQPGPHADHGYILMYQRVQQPGLPRQAQQQQRK
DPQT                                                                            
>Cvar_EFN52869                                                                  
MKRSRPAKSKGGKQPPGIGDEVTGEEARNLKTMIESGGVAALDYTQVLRVIKADKPCEGLYSKSCKGKGGNPNCLCNLLP
APDGFRRQGLWAKEADVLGTLGPEPSATKREDRSKPVGLKNLGNTCYVNSVLQCLFANTAFRRAVYALKQPLADEPIVKE
LRQAREARNPVGPLTLLRVPPQLFLAMEHGCTDPADPEPLAKSLNLDHGVQQDGQEFMKLFLSLLEAKFGQQEELQEVIQ
VGEPEGQLRAAARGGWQGDGWQHTHSSKRNDNFYEVDVPVKGFRSLQDSLNSMLMPETMEGDNQYSCEFCARKKKGGRGG
GGGRGRGGKAAGSGGRGGRVRGKKGKADSSEDGGEGAGADSDPDFEPDADLAAALRASLAAPPPGAAAAAVDQQQQQQGA
AQEQAGQAGDAQGEEEIVSSNAYLLVYRRRGSDLPLVPLDGEQQAALAAAQAAFAEEQQRGAEAYAAAKQQLLERQKQRQ
EEVRGIVEAAAQLEEGDPGRFVASDWLTAWADAGVEAGAPQPVDNAPLLCPHNKLDPAKLAAARRISTPAWEQLRGRYCG
GPELGPGDACPTCLAAFLDHIVAKEDTQGLKEHFMAVAAAVLAGEGEGQGQEPAFFVSMPWLNAWLKQRKGSMGGTHPTK
DITCPCGRLAPESSKTRRVGIPEDFWRFLQRSWQAACAERRAREQRRTLKSGGGGGGAWDAADSQQQQQQQQQQQQQEQG
AAEVIEVLDSPKAPGLEPGAAKEEEEAAQEQQRQAGGRRRRRGGGGGGDGAAASAAGEADGEVEEVEEVLPNGNHPAAAA
AGAKEEEVVMLDGGDGAAGAGTGSAAAAAAAAAAAAAEDAARAFPVWRGECGVCAGHLREASNALKGLQGRLAEEKAELQ
HLLQPQAAALVPGASYRLVPAAFMARWRAYMQQAGKRALSPSSKAAQIVQPPDLAEAMLGVLCEWTLADADAAGAGAAAG
AAAASAAAAAPADAGVFEVLPAQDWFALTAYYGPGSEGGGGKKRRRQAQRYGEQLEALLERGIEATFLVEGGTPPGGGGP



GGQPAAPPAEAGGGGGQPRRGRAAAAAASAAAAGDEAGSDGEAFAGERVMVIGDENNPYKCNRQHNTRGAAGSACFVTDP
PLCQQAVAERQARLRAALLSYANEEVAVELVASAEEAVAAGEAAAGAGEHGSARALCMSGRGTQLPASQRKSKRARKGRA
CVSVSSGDTLQQLRYHVLQSLDVHPRNAQLFVRCCLGAGGAPLTQGDSATLAECEIYPQDEIKVVDSGEHDASDLASLFP
AYAGKARRPREAERGFTGTALTGLTPVAAAAAAEDARADVGEGGPIDMDAELAAAAAAEEAQDGATAD            
>Cvar_EFN50829                                                                  
MQQPTEGYGRDRERGNTGYRPRGRGDGEQVYRGGGRGDREPQQAGFGSGYAGGRAGRGGGGGNGREQHASPHFMAPHPGM
PPHPLAGGPHPPPLPHMDLGMPPPPGVMPMPHHPPHPSWGRGVPVHPYHMPPPVHHPAAPLPGHPVVHPAGVLPHMQPHA
PASAASAELPQQPLPAGLVPEVVGSSSGSSSGDVGAGEKLQQLNIQEQSSPQQPAAAPASASEAPPVAAAVAAAEGAPMQ
QQQPSVEVPAGIAPVQVVATALEPEGPVQPPAAQPAAAVEQQQQQPPTLAEQVQGAEGAVAPALPDGTANAAAGADAVPE
PAAAAASVAPPAAQAPAAPKSWAALAASQAAPVSTQFRPHTTPQRAPGHTPPPSLQQQQRQQQQHPHPHAHPHAAHAGRG
GRGHYGGREGPHSGRSRGRHGHSGSRDGRDFLAPHHQQPVMISSQANGGSPRATRSAASAASAPTAITAAAAPAVASQLP
EAMRPPSAGTDAAAAAAAAAAVARVEPRGLFNPGNLCFMNSILQALLGSSRFCQLLAALRKAAPELDAAATPTLAALAEL
AAEFKPVEAPRERQGGGAAAEDGQQQGVGAAAAGAAKAAGLLMLGDRPLMPGMLMEVVNSFRPHGCGAGGGATSTCSIVL
GPGKSNGSTGPMSLQASPCATIAAPRWEQEDAHDFLEYLVDRMHQEWARLSGGGAALSATAASAAANAAKAAEEDEWLTR
SGRRTTKRQPLKTDSETTVSGLFRGTTLSTVTCQGHPPSETPQPFVSLSLHILPDSVKSVDDALDLLTATESISGYKPQD
TSAPTEATKVVRLQRLPPLLVLFLMRFDPANLHQKISKPVAFPPRLKMNRTWLASDSGERGAEYDLVSTVTHHGKTIGSG
HYTADVRQPCGAWLHFDDDRVDKVSQQQVLTSRPYLLFYQRV                                      
>Otau_XP_003083921                                                              
MSHAPMPSTRIAVKWGAKTYDVDVDLDGTGAALRATLASLTGVPVDRVKVTGLRGGRPLADDTDLRTCGLEDLARRNKRL
MMFGSTATIEAPATAVKFVEDLPERERDAAAAGDEFRPGMVNLGNTCYANSVLQCLRACAGLRETVAGWTAEDGGRGRGT
AALTSALRDVFGDVERAREAVMPVRFLNVLRQMHPQFAQHGPGGVPMQQDAEECWSAVMHALSTETPDEMKRLFGIGMRR
ELKCSESGETRNEESIEYSLKCNITIEVNHVTEGFRIALNDTRELRSEALGRDAVFEGASKISSLPEYLTTQLVRFFYKA
DIRAKAKILRAVTFPITLDAYEFCTDELKAELDPARKLKLKREDDAATQRMNEKKAALEGAKEESSDTAMGDAPASSAAT
SDVAPVSTAPEPEVDPLEGTRLTGFYDLIAVLTHKGRSADSGHYVSWVKHDNGSWTQFDDEKQIPTTEEEVLKLKGGGDH
HMSYILCYKARKI                                                                   
>Otau_XP_003082472                                                              
MPRCASADERATTEGRCEKNTSTAMASSSPRCLPRGLRGSVNMGNTCFVASVLQALVATPSVVEFFLGERHARSECAVEH
CAACALDAYVCEAYGEKDSTSRALVASEVLHAWWQNERSMAKQQQQDAHEFFLSFLSVAHANVLGKSLRREKKRPVGLEA
LLSLDITGLDEDEDEEADAAGVDAKVNVSVDACDCVFHRSFAGLLRSDVACAACGEMTSTILEATVGISIDVPSGTASSE
LTDCLRAFTAAESIESRGCATRGCATTRLTKRVLFERLPRTLTFHLKRFEGGFESNSVRKNDVHVRFPLDIDMSPFVVDG
SMQAKNVYKLYAVVVHSGILEGGHYTVYIRRAWTWFLCDDANVREVDASHVFAAQAYMLFYQISQS              
>Otau_XP_003082019                                                              
MASILGSWFGVGDDVESDSESGGSGAGSESDGATTPRARRDAEEAEQRALLPPATTLHSYEDVRRAVNGNRSEEDYPSGL
TNGGNTCFAAAALQCLRRATPLTAWFDDVDTFHDAKRCAETRRFCVVCEYARHLERARESRDAHSIGRLTKDISKVAKQF
RRGRQEDSHEFITALLDAMHVMFLKDLGGEKKFDLRTQETTVIYHVFGGYTLGTVKCLECGYVSKSFQSTLDIPLEVTGK
ITSIEEALRENFCSEELLQGSNKYKCSKCKALVRAKKGTKIHVSPNILTIPLKRYSTGRFSKITKYVTYPATFSLVEFMS
DDAPYEESAPEYELFGVLVHQDFYASAHAGHYVAYVKLRDDSWVLCNDNRISPSSEKEAMKQKAYILFYERSRARGAPPI
RPPGYLEELKLARDAERGAPATRQDDELAAREQMLDQSTSSTAERLVSKLDSMTLSESAQGAVSSPRATLTPSASIRRVV
RPDVPTSGQPTYIMETVRTEKGRELRVSVTLPGCVTAREFEVELTTRTKSSPSCLVIKAPTLYTDPLEISLPDNVDDPTK
SSFIKNSSKLNVRFPIHEGN                                                            
>Otau_XP_003081958                                                              
MNAVVQALARVGPLRRALLLREEDELNARRGHHQTSLFSALANLMKKMWNAKNFKGHSSPHEFLQAVRKQSKEMFGGVKA
SKTAATRPDAMQFLRWMLNELIREEKKDIAKNASLSGDISSVVEACFQGEVEIVPEGDPDLAASSAPRKTSKFLMLSMDL
PAAPLFQDVMEKKIIPQVSLERQLLKKFDGTKFRITKLPEYLIVTYSRFTKNNFFVEKNPTIVTFPTRGLNIADHVPIDD
VKGSTTYDLIANIVHDGTPDEGSYRSMVYHASDKNWYETQDLRVSEVLPQQVSLTETYVQIYQRRDGK            
>Otau_XP_003081804                                                              
MARGGRTARAAAESDTAGRFARGRALETTSAVRLGEDVAVDRVVRFVRARRPDRPLIDADSLRDVVVLNGGALVEETTTS
NKGTDAEDEMPRGMSTRGMDRGDDLYATRDVRMSWFGARRAGAGLANLGNTCFLNSVLQCLTHTPALAHFALSGEHKKYK
TSGSFNAMYEIGEHVARALNSSGRTIAPTAVVKNMRALSKTFRKGRQEDAHELARCLLDAMHKKCVELVKPKISPNSARG
ETSFVWKVFGGKLRSRVNCKTCGRNSETFDPFLDLSLEVGRAKSVLGAFKLFTHTEILDGDNKYKCEGKNPGQSKPHFTK
ASKQFTVDQAPNVLAVQLKRFAYVPFGRGKLSHFVEYPLVLDVTPYLSDEDRNSKNRAVYDLYGVLVHAGSSSNSGHYYC
FVKTATGTWCEMDDESVSSVSEKTVLKQQAYLLFYARRNAPGTFEQMKKLCQNVPDAARALNSLETKSAAAELKTQPAEK
RKQETVENVRAKKETVSKENVSTPSLGKRKLGDLNGRASPVRSSVGRSIVRSKSPSVRSAFDSAKRALLLRRLRRLSHDV
GVTLEDIPAVIASDAPVRTRNAMKEDDGEALRDWLAKTSTSAKWDEEDGDAQQTKKKKKTPPHEPQTKMSASGTRARRAY
DQFDEEYDRGKTPKHRRRKEKAASAPPLPKPGAHRARQRNPFQKRGAV                                
>Otau_XP_003081569                                                              
MTARRVDAPMIGACETGEHERALSQWQTVVSERARFRSRLRAMAGGIENLGNSCYISATLQMLKSLDGFVEDVNAIGWND
LARKPILAALARFFVQDEGKVLSAAEIKREMAKVGPYGDFDQQDAMEFLTVMLESIEREMGEDVERCPSRRNFAWRIAHT
MKCGMCGDITTVDESMYALTLQVVAVSRHSIEQLLTNSFEPEMLERTCDRSGCFGRTCLSSRYVMSKPKVLLLHLKRFSA
SYDADTNEMQLHKIASNIRLPMNLTLPMNLNRVEAKKSPSNSRSEDQKINDGLSSDEILSGTPATHTPRVPVQTRSRVAE
DNETFGLRSVVGHIGATLELGHYITHRRENGSNNWKTFDDERVTRYIAAIDRDDNSFFASSPQEFERECYVIAYDRTKNL
G                                                                               



>Otau_XP_003078969                                                              
MAGDSRGIEKIPSDPSKWRCEETGESGNLWVNLSDGHIGSGRRHFDGSGGNGSALRHYEAMKAQGKHYPLVVKLGTISAK
GADVYSYSPDEDDMVEDPYLAEHLRHWGINMVSMEKTEKSMAELQIELNKGFEFDKITEAGSKLESAHGPRLVGLKNMGN
TCYLNSVIQALKQVPAVCDRYFDKDEIFSTAPENPVTDFPTQMSKLINALVSDEYATPEAENAAVAVCPRMFKQLVGKGH
PEFSTGGQQDAVEYFQHLLETMTRAERAAGSRLSEGPPTAAQFTFELEDKVTCVESGNVRYSVRKDNILSLEVPLDKATN
KESVDAFRERELKRAKTESDDVEEIVRPEVPFSACLEAFGATETIEDFYSSALKRRSIASKTTRVKTMPNFLAVQLRRYF
VGEDWTPKKLDVLVDVPKTISLENLRAMGLQPDEIVLPEDETANTAASSAPVRVEPDAAIVSALMAMGFSENGSKRAALA
TNNASTELSMEWVFAHMEDVDFNDPLPDQSAASEPAMAASDPESVTMLTSMGFDETAANAALKACSGNLERAADWLFSHA
DDLPSAIAEVNGASTSADASEGAGSVSFDGPGEYELFGIVSHMGGNTNCGHYVAHVEIDGKWYIFNDRKVALSLKPPTDL
GYLYFFRRR                                                                       
>Otau_XP_003078723                                                              
MSLKRRYARASVSHFERHVSGLNSSYKDERDYGAATPPPRTWGESAVRLASVVRLSWKEALARLGIWRLDHVLAIRMLAE
RDMSATIAREVRAHGSRVELKGGQWRETMKELKMALRYSKSLRRAPDLKTVAKQGGVEKEAILLSDLAPALMRPAYVLFK
DIEAERLILVVRGTHSAKDMITNLTGTSSPHHTMSGGDGKELRVGYAHSGFLTMARYLERVIKDDLVKALKSNPGYDMKL
VGHSLGGGVAVLLTEMLLQDERFQSVGLHCYTFACPSTLSRELAESVRPFVTTCVNNSDLVAFVSFSKVNELQREVVSTA
LEQRLLDKWRQNAAAMSPTDVCGPTPSRFAAAAAAVGKQHYGPEKYPGWLRALRGLKDRHNKLVESSSLYRQSLLIGKTV
SKTSSKLVSLSGAFIAGVVSPRPRKKDDVNEMKVARPVQENTAFKRTNQQVGDTISQAVLATDICNDAHLAHVHADAPET
TAEEKNFEEYIKIARIALDEDFQKPLTAADVAKIYKAEANAAQEVLRIQADISVVKAAELLADEEATMLADYYGTDLPQL
YAGSHTSSERDPVVKRRCVSMEESARHNLEETDKRDTEKLYPAGRILHFVLKSGLDEESTRTAVGPSAKPDDQGRFDSRR
SLHALFDDVDLDVYSRIILSRTMIADHFLAQYEDIIDGFIAEIDASTDYATPRAHENSPTMGFLRVLKSFGSSSSRSGVI
ADAARVQVSAKSLGDDFPNEAKFFGLENFGNTCYCNSVLQALYACEPFRRALIERAMSSANGTSTSGRGWMSGRREPETL
LDALGDLFHEISTQGKITGCVSPKAFIERLRKDNELFRGAMHQDAHEFFNFLLNECCENLESELKRSGDWESGRKTWIHD
IFEGKLANQTRCMWCENTTNREECFLDLSVDVDQNTSITACLNNFSAKELLDKNDKFQCDRCGGLHEAQKRLLIQSAPKV
LSLHLKRFKYIEALGRHAKLNHRVVFPSELKLPNLSDDADDPDVRYVLFSVVVHIGSGPNHGHYVCFVKNNHRWFLFDDD
TVEVVDEEQLHRVFGSTVERGPMGSEHGYMLFFERQSDDQTEKM                                    
>Otau_XP_003075167                                                              
MDFSPRATTDDDPTAVMRAVDMRSYESADTNASRSAIGTSDDEGSDSEAMFARAAAVTHDWLCDFESLRKRGSKAHGETF
TCGDAKWRLMMYPFGTERVRAESLDDCSVSLFLDTVDRPRREDELSKEWRRHCKFELQMLHPKDASMMVSRDATHSFCET
ESDWGFTSFVSRKDVYEKGYVDAEGCVTFRVIITPCEEHEVERIGMQNNVCSEYDSRKETGFIGLKNQGATCYMNSLLQT
LYHIPSFRRAVYHMPTNETEEAHLCMPLALQSVFYCLQYASEGDVSTEDLTRSFGWDSYDSFMQHDVQELNRVLQDKLEE
QMKQTCVEGTIQKLFEGHTTNFIECINVDYKSERKEEFLDLQLDVKGCKDIYASFDRYTEIEKLDGDNKYRAEGFGLQDA
RKGTLFHNFPPVLTIQLKRFEYDFNRDTMVKIHDRYEFPEELDLDVGDRKYLVPDSDKSVRNKYKLHSVLVHSGGINGGH
YYAFIRPDLQDEDAQWYKFDDEHVTKESTEKAVMDQYGSGGSVPVDSDMEADDDSTNVRVAPNLRYAKMSSAYMLVYVRE
SDMDQMMCDANKCHLSAHLQARFAGEQAEKERRALEKAEAHLYTVIKVLQKKSMQEQIETEKFFDLGNFDSEHAVRFRLP
KKTTFKKFKALVAEELGVPVARQRYWLYSPRRNKTSRPVSVIPEEKLPHDATVENMRVKFGSPNRSYNPMGEFRLLLEEF
DDKTECYDLRRCICLHLKVYNPFEARLTYAGSFYANVDETLHNKLRVIKEMAGIDQESKVLLFEEIAFVHDSAIQVDLIS
PHQIENFALMDDKESKDSLQLGNGDILVVQPDVTEVMEETLKFPNVAQFMEYRHNHQVVIFRDLAESKVDKVRLELTKLM
SYDQVAEALADAIELSDPMRLRFTAYNVYTNGPKSVSYKFRGMDNLVQMLDNQQSEVLYYEVLDIPLPELEQLKTLKVSF
HAANTKLVQEFQLRLPKNATVQDVLEEIKSQLGDKVGPDRKLRLLELFYSQIYKVFDEDKEIADINDQYWTLRAEEVPED
EPETDKLLRVYSISKDLSNPSQFHCYDEPFMVRISESETFGALKERIKNKLEVPDEDFAKCKFYAGNVPNRFEPLSDDDD
LLLSTKFNRVDKDGFLESILGIERDVKGPRRPASRQGKTTGGFERAIKIL                              
>Otau_XP_003074361                                                              
MSGRQKKQTVEEQQAALKQREAAQARLVAAQQAAAAAAAVAGKRGDDGGHALTKDELQDMLKEFAPGLEFDSAVEDVLLE
IVDDFVDTVLDHSLMLAKHRGSEEIEPKDVLMHLERQRFDSTRRRGWTCTRIAWPPCADPSPRPQRRKMRPRSKLSSPPS
APRKRVVTPRAPENVTQSCNLEARKVYKIHETHALVDHTSSSFNSMFGIPLLMGNFLPLSGQTSVPSSTCTSKRASPAPI
SLAAFTKAAHSIFGSMCTKNSALNSVSVSLVSLTTIFSGNPFTTPYTRSRSLVRQSSLIHRRIHRDRMRPLAPTRGRPRS
TARVPSVASRANPAAGLAHRYTRACCAPTIASPRALPSPNDAPLSVDRARARSTIFAAPPHLVTRVVVVGSLAMTQARPS
DGSEPASDLARARAIARDRVDGQSLTSGERVAIVPKAWFDAFSRACSAMEASAEAMEAPMMSTIDVTSLLGDDAMTMTTS
AVSEVDAALRPGLREGEDFEIVRASAMEAFERWYGHAEGSRSIYRTCVERNGRLVVDVYGIVVRAKLGEAPDEVTRRLEL
PKGSEARELVLACKAAFEELREVDEDDIRVSDYLFQNRGEVLTNLPKKSLEDFHLLPDQEVLVETKADDRWPDDGNSVIA
LPAVSDDDSMDHTKLGCDVSLTPKNDVSTCADAAMVGTRGKAGLSNLGNTCFMNSALQCLSHSSLLTDYFLSDKYEGDIN
TDNPIGMGGELAKEYANLIGALWRDGALTVTPRKFKHSLARFAPQFSGYMQQDAQELLAFLLDGLHEDLNRVKRKPYVEE
RDADGRTDEDVAHESWEAHLARNDSCIVDTFQGQYRSTLVCPSCSNKSVKFDPFMYLSIPVPSVGERVIKVTLISYGDEI
SAVTYALKLPKLGELATLFSALCEVADVDTMDERLVLCEVYNHRLEKTLSNMTMPLSDIRERDTIFAHRLPVLNDDEVSE
TIDTVLVQRKHQNASQNKTPYSHASPLATSTLVRFGFPWIVPVTVPKGKKPGAEQARRIESIVEKYSAKYARTIAMEQPS
SPSASGDGSFDSAPVHRTTNDGDLRAFKLRYTNKSASASFHDYGSGDPATDSHEMSYIVGTTMHCVAIDWSPKALSHSYD
DELFEQDVDEHVSVKENALDRTSMQGMPLSACLEAFIQEEPLGEDDMWYCKQCKEHVPALKKLDLWRMPPILVMHLKRFS
YSRIYRDKIDTLVHFPLNDLDMSPYVLANTSSGPAPVYDLYAVVNHFGGMGGGHYTAYTRHAEEGTWHLYDDSRCTPVES
TAALNNKAAYVVFYKRRDVPTRHAMSRHGSICNLEEMSQDTKMDCTYINIVRLCSSFAQPSPRSSLAVASFDSCAMSTTR
DDSPSTASTSPLTFDVIAVDGRARATSLKLPHHDCLTPMFMPVGTQGSVKGLTSAQLEDIGCQVILGNTYHLGNRPGPEI
LRKAGGLHGFMNWRRAMLTDSGGFQMVSLLDLADITEEGVTFQSPIDGKPMLLTPERSIEIQNDIGADIIMALDDVVSSV
TADRARFEEATHRTTRWIDRCINAHQRPHDQCLFGIVQGGLDLELRDLSLEGLLARGDALPGMAVGGLAGGESKEDFVRV



VSHCTAKLPAHKPRYVMGVGYPLDLVICTALGADMYDCVYPTRTARFGTALVPEGVLRLKNAACANDHRPIDETCDCLTC
KTYTRADLHEIATREPRAAQLLTIHNLRYQMRLCAAMHRSIIEQRFADFVRDFIKKQFPDDAAPDWYRPPDASHPPSPHS
SPRMGTGASKIASSVAPAATKRALPRAGAATVAPYVPDAVDVDRNVRAPVERSGGKDVKLTEMMSKLTVRAEDVSAVEFG
YASTTSRAKKRIDRAAETLMKPMVLLDALARHRASGFEASAVSDIARERPRVSERVLQETMENFRAHVFEEVEDERWPGR
KARVGRWESTVSIARVSVAVAEATMPSQSGIRVERIPGSPRAILWLEREPVNSMTLEFWRALSNAFDALERDETVCATAE
SALMRDGLKRAVFTAGNDVTELYAPRTTRKRYREFWLTQTKFLARLLKSRLATVCAIRGACPAGGCVVALCCDYRVQTTE
GTLGLNEVALGISVPKYWAELFLDRCNDRVKGESLLQRGVLIRPAEALGIGLIDEVVGEGALMASASSVMDRYLKVPPGA
RATTKQTIRSEFSARWESYAEEEVKGGWKMLNNPHIVKALGGVLMKLSGGKAKL                          
>Otau_XP_003074214                                                              
MGRSTHRSRPARRATRARRAARATTAEDVAIDMSVQEYIEKHDLTRKVEEALNAAVKAKADEPLAFVVRAPIARRDRWRR
DGDATFFDATQSEYMKKRTAPAITKVVGRQIFDSRGNPTVEADVYTHKGMFRAMVPSGASTGIYEAVELRDGGNTYMGKG
VQQAVKNLNEIIAPALVGKDPREQKALDDFMCKELDGTENKGKLGANAILAVSMAIAKAGAAEKDVPLYKHLADLAGNGK
LVLPVPAFNVINGGSHAGNKLAMQEFMILPVGAKTFKEAMQMGSEVYHNLKSVIKKKYGQDACNVGDEGGFAPNIQDNKE
GLDLLVEAIEKAGYTGKMKIGMDVAASEFLTEDKQYDLDFKTENNDGSMKKTGAQMIDLYQEFINEYPMISIEDPFDQDD
AENTAALTAKGNCQIVGDDLLVTNPKRVQAAIDGKWCNALLLKVNQIGTISESIEAVGMSKRAGWGVMASHRSGETEDCF
IADLAVGLSTGQIKTGAPCRSERLAKYNQLLRIEEELGDAAVAPLASKSPRSHRSPTRLPRPRAHFTPRAMARRRLDARP
SSARPLERARCGLYNASNTCYLNAVIQARPPRSARRRRDRARSHRARSDARAQALRHSRDFIDYLLSDEAAALFSARNAT
LGADGGGTRRSYAAEDEILRFHDGVGRKRRKTGDVGDGSEASGTSGTSGRRRFAIRPPAMTRGSRADMESAEGLDVGAEI
RKVMRTMIEGECEAFPPQELLRSVWRLVPSFAGNEQQDAHEFMRFLLDRLRKELSLGKYAVRTRGIVTPRQKEHSPGNGG
IPHPPTRARSARKRSGRLSPSPGFLKNDGDDDLNGMKTNSNSDHSSYVGMANDDDKEERNGAESGENDGYIIISRWGAKK
HKRGCICRPCKAKRKLEENGGGSDTNDGEETSTMMVVNTTLSSPIASTLVTPSRLSRGVTASEVREKLEESQKDVVPKAS
PRSPTLNTDKEDDKIMELFGGLAVTRVTCMTCERFTERREPFMDLSLPIPSVLGKNGSAPTTPVSPSSDFVDGEGPNGEV
TLQQCLAAFVRNETLSGHGRYFCEGCGKVQSATKSTRIAKLPPILCLHLKRFTWKGHTTRTKLTNDVDFPLDDLDLAPYC
ESDGEGDKKQEKKTAASSGKSRTPLRGANASTQHTHSDKLYDLIAVVTHHGSSASSGHYTACARELTDDGSNGWQHFNDD
EVNLLTPEEVRSGQGYIFLYARRPTETS                                                    
>Otau_XP_003074070                                                              
MAHLYGAGADPPGGYGDGAQYGAAQPGAVLPSFPFDACTTLQTELLEEGHAPPAITSCGFDCGEELLWCGTEDGWITAMY
APTLARHVSVEAHAHAVTQIVPLACGALSLSASSVKFHTSGGIETLTCASCDGEQNALKALAYQHPHGRMAGKVYVGRAA
PVIEQYDLTRGVLIKSTELKHACEKLNWGTQRGLLVAGQENGELSFRDTRNGLRQELMATAHGLGSVTGITGKGDLVVTC
GTTTRAGQVVVDQFIKVFDVRYSARLLNQIQFPSGPVSVEFNHGYESPTLSVVGYTGAVQTLDVVNPAVIPYTYQIDTHG
ASIIGQAVSSTGELVAFNDDSGWVHVYASGEESYVNAESFPTAPVDEYALSQQEFQLPDDLTACGLTAEEINPAKGEFKS
NSSLQGARVIETKKKGLPKMYARVECNRSALTAERRYEEFDFSTYNKTRLPGLTNDLANCYVNPVLQILHFVPELRSKVL
AHTCEREFCLTCEMSFLSHMLSTCPPGLATQPLNFLRTLRQIREAAALGLIEGRDELEARAEHSPIRRVQAFLRFILEQL
NKEELSRRQALGDVAPTGQTACESIFGTISKETLKCTQCAVTTAKETRNFQVDLQYPTVRDGQRPSFVDLLKRSLDVSQE
MRAWCEGHKAYTRMKQNRLPLSLPDCVPGSTPGVSPLGNAGAVKTTEVSESSTFAPTKAPITANPSTPSVSRTSAPGSVN
EWLLFNDFVVSQVSKDEVTQLYGQLKIPCLCMYTKVEKPAPLPLPPSPITFELYKKVTHGMSVPRGVPFVPFSCVGEDTP
GPGMLLGIDAEFVSLAPAIMAVRDDGTEYESVPARLGLARVSVVRGQGQQKLTPIIDDYIRAVEPVHDYLTRFSGLVPGD
LDPATSPHFITQLKHAYLKLRYLIDAGCIFVGHGLKQDFKMINIVVPPDQVIDTVELFHFKRQRKLSLKFLATNLLGEEI
QGETHDSIEDARTAIKLYETYLDLQARGEFESELLEIYRFGKKFGFKGETTNEETNPSDAGLMSAESWTNLQQDMSALGM
SDDGGVSLQDFAQSRQSRFGIESHQRSAPPPIAMPFTPQMAPQMAPQMTPQMAPQMTPQMAPQMAPQMTPQMTPAQLSQM
LGIGFGHAQPVRTGLHMGSNPVPMQQTVPMPPGAPPMPPMQMGAGVPRPMHAPPPPPFPPGPPGRQWGT           
>Mpus_Micpu5400                                                                 
LGNSCFLNAILQALTHTTPLLELCRVGAHGRSCALRRVLLTPVPVFGNLHLLARHFTRGRQEDAHELLRLCLESMDESCL
LNAGRAPPTVVERIFQGAFRNQVKCGACGAKSNAYDPFLDVSLELPRRVHRVRDALELFTKEETLEGENAYKCEACDALR
PATKRLTIHEAPAVLVIHLKRFDLFGGKISRPVAFDDVVELSGHMSDTAVESRGPRYRLYAMVVHAGSSVGCGHYYAYAR
ASGGGGGGGGAAAEEDSFYGTRSSGDDWYLFDDAVVRPVSAREVFDDEAYVLFY                          
>Mpus_Micpu20295                                                                
MEWPEARKIGAGLANLGNTCFMNAVMQCLTHTPPLAQFCLAGEHRNALYEMGEHVSRALGREGRRHTIAPATFVKNLRAL
SKTFRKGRQEDAHEFARCLLDAMHKRCVDAARPKPKEGSARSETSFVWQVFGGRLRSRVACKTCGKMSDTFDSFMDLSLD
VARSRSVQSALKSYTAVEVLDGANKYKCEMGPGKPHMTRATKQFTIDAAPKVLTIQARFTRRKLNQFVEYPTRLDVSEAM
SDASPRARGRERYSLFGVLVHSGGSMHSGHYYCYVKGSTGHWYEMDDEGVSPVSEKTALSQRAYLLFY            
>Mpus_Micpu59315                                                                
MTGTATTPPAVASGKKTRGPKPKPRQLGQCSHLKTFLAHGGTRVFAPLARCCLAAKFPGQMPKTRMDATMACLGCAKLCT
RAQAPAHMKSQPPPPAGSTNTVNAHCVYADVERAELFCAACSTYVYALEFDKTVNGVAAVATGVGATTGGAEKRAAGDGD
GDAIAGEEGGSNKKRKKTTPRTQLAKMDVHAAGGAPLASVNAHGVPRGLRGFANLGNTCFLSTVMQAVVRAPNVGGFFLR
DGHNRHACGRERAERWTAAASAEDEHCLACELDGLVGEAYSGSGEPIVPSAFLHSCEGAAAKAETGAGAGAGGSGEISAA
PPKSPDENGGANPQAPPARSEYCECVLHRAFAGSLRSDVTCKRCGHTSTVNDPTVGLSLDVPVPLGADGRRGGKGRGGGS
GGGPGITLEGCLRQFARPETLSIDGDVFPCARCGDTATPKMKQMAIRRLPPTLALHLKRFEHGGAKKQNAHGDGGGSKIE
SHVSFPFVLPMRAYCASTAIRERYGNRLTPMSDGGGADDPKNYDLFAVVVHSGQGSDSGHYIAYVQWQGAWFRCDDHQVT
RADPITVATAQAYLLFYQARPPPPP*                                                      
>Mpus_Micpu36886                                                                
MSSTVTIGVKWGKESYSVDVDTSTMKGLDLKTSLFSLTGVPPDRIKLLGLKGGKPLSDDADLATCGLAELAAKNKKLMMM



GSTAEAPKAPEGGAIVFVEDLPEDERDAATTANFSPGLANLGNTCYMNSTIQCLYAVPDLRDALEAHSRGGGSGDGGGNG
EGGALNGGRALVDATRDLFGEMTRAKTAVTPFRFLALLRQLFPQFAQVGQGGVYSQQDAEECWSQVLQTLCREVPAVDAL
FGFELSKSLRCEETGETREERAREYSFKCNITINVNHLSDGFKVALAEERELRSEALARDVLYKGESKLASLPKVLNVQL
VRFFWKQNTGPDGGGNKAKIMRAVTFPTTLDVYEFCDDACKAGLDPARKAKIDKEEKEAAERLTAGRPDADEKKDEDAAA
AEGGAEEEKKDAEMTDAEEEPAPPAAPPAPAAKDPAPWEPAAGTRMTGFYELESVLTHKGRSADSGHYVAWVKQKDGSWT
EFDDHTPNAKTTDQILALKGGGDHHMGYLLVYKACYI*                                          
>Mpus_Micpu148783                                                               
MYNTPRGLRGLQNLGNTCFLNSCVQCLAHAPPFSDYFLSEPAYPRRRKKTILAPAMEAVVKAIHDANPSVASARRVAAHN
PRGLLRAMDDVPPLDLFTDRDQHDSQEFLRMLLENLNDELNVVEKPPPYREEKDDFTEPENVKADRLWAQYVARCDSVMT
RTFAGQLRSSVECHKCGTCSTSYDPFWDLSLPLRASKKGSSGSRFSRFIGSSSSAGPIGVIDCLRAFTEDETLEGSDTRT
CPKCKVKGSATKRLRVKRWPRVLVIHLKRFTWGKSGRPGKKMDAAVDVPYDLSLGDFLADDALEGGRGLHPPKYKLFAVT
NHMGSLGGGHYTASCEVGGGKWFTFNDENCSGEDGPPRVSKHAYVLFYALQ*                            
>Mpus_Micpu205635                                                               
MGNSANKLEKAFAGDIPDGERYFGLENFGNTCYANSVLQALYFCQPFRDRVLRYHAELAKDHEENLLTCLGELFASIAGQ
KKRTGVFAPKKFIARLKKDNELFRSFMHQDAHEFLNYVLNECVEILEKEHRAAHPTPAGASAPPITTWIHDIFQGQLTNQ
TRCLWCENVTSRKEAFLDLSLDVEQNASVTSCLRTFSSNETLDSADKFQCDACGGLQEAHKRMLVKTAPPVLAMHLKRFK
YIESLGRHKKLMHRVVFPDELKLNNMEDDLPGTPDAAYGLFAVVVHVGSGPNHGHYVCLVKSHGQWLTYDDDDVQLADAS
ALQNVFGSTREHGGSNTEHGYILFYAREDVAGGGMGGVGLGRPGVAGRMAAALRSE*                       
>Mpus_Micpu186218                                                               
MADASEALEAIFHAVHRALAPKHGGARARRAVSPIKSNSPGRGLFLDQECGYRSIVHECFGMDVEEYMACGECGIRSRTL
RYTKFTHLVPATALVLAMEHAEGVITMEDAMRHIDGSDAKACDRDVGGCGVMNSIKHALGGAGGGDAAPRMFCLGLAWDS
ASVEKEQIVATLRHVSTTLDLGQVYERVPKTTPAYALRCVMCYYGEHYAAFARADDDDDADANDGGRWRSFDDATTKEVG
GWDDVVRACEKGRLQPCVLFYQRGDAAGAAGK*                                               
>Mpus_Micpu180629                                                               
MGDDDDDDDDDDARLAPEPEVEDVESVGLLAPAKHVHAYDRVADVLARWRDEIDGERFDRAPAGLRNSGNTCFAASALQC
LYHTRLFTAHFATETHDAESCGAARGGTFCVTCEYQAHVRKALDADPADAFSIGKLTSSIGKVAKHFVRGRQEDSHEYIR
GLLDAMHVRWLKEHAGEDAEKTLDQRTQETTMTYHVFGGYTCGEVVCGDCGHHSRNYQSMIDVPVEVSARGAPSIEASFK
ANFVDVETLDGNNKYKCGRCDAYVRATKGSKIHVSPNVLVVPLKRFQIGRFSKITKWVEFPVHLDLSPYMSSDAPLEGDA
PPTYALYGVVVHLDFCGSAHSGHYVSFVKLNDDVTWCKCDDGRVTETDEATVLKQKAYLLFYERERVREA          
>Mpus_Micpu22557                                                                
HLRRLFAIMQAGARRFADPSAFASSLALETGTQQDGQEFLKLLLAGGEDAAGSHPSGNGDPSTVTTFVQEHYRGLSTYAT
ICGRCGRASEASSKPVDFYEIELNVGAVVGGVYVGQGGADASRATTLSDGLRAYLEEEKLEGENQARSIHWSPYDRFSCE
RCERKCDATRAARLHALPPYLNVSLKRFVFDFDTMTRKKVTDAFEFPSSVDLSEFVSPLEGDRGGGRADDDARATYEYDL
AFILVHRGQNATSGHYVALVKDTNDASRDATWWRFDDDEVDELR                                    
>Mpus_Micpu50169                                                                
MEDNAAENENMDNAESECDPACTYPAEEHLLVLEGLRRLPSWTVYPAQLSNCMSAALRASEDGVEETSSEMRQLYRELIP
GTFEKCMSGADLYNWNDNVHGNILECGVKLGELVAVKLANVHAANEESEEDLLHLLQALPLAFDRRADFYKKHRHDEIPR
EHPGVADAFAAVGGSRLFAALQRAAPRKMNARAGTFDDDAPIRIDQDDEEEEDEDEDDAMHQGTPDEGGEIIHRWLCLVI
DHFGNAGGFDAVLEMLHDPTRVTLRTFDAVMTAMARCAIVLDDQLLARFEENAQVALDHLQDIVTRGDSSLVGSSPSERD
RRYLHLGSALRSLRKVLSACVGDPEAEKRVSRVERAMVEGMLSISTFNMQLIALREINLMLATASNSKLLGTEESASAMQ
TAVKWLDMKKVLPHVLRPVYLHHKQYVDQVAAVLRFLLKEDALAETHVDMLWDITQKQDTFEEVKHNVYDLLTSLAWHFN
GDQLDQLFLRFESAGGGMTAADSGKLSEMIQKLARGDNGGQMAERLLALLWRMVHAGETGAAGLEMIDAFAHVLGHYDWM
EIVRKEEYLRRQLLEDLRNGPTSDLAIPLQLSKAILMHDTAYPNGSGDAENGAGAKGKRMLKKKRKASVAREQHVSRRDW
LRRVDEENNLTELLVSSLERYQAAAWSDGADAPHGISLEDYFQTYIAFLDTIEYVLKNGEMQIEPAMGDRMWTAVAETST
STADAPRTFRDQGLKWIKKLLTKAPCSVTEDSVLHLLGARLVHEPAEKMTKSGWSTFRTFFMQAGLDSGKLVFPEDDSEA
PELVFLNEDGDDGSRRVLVTDHRAEEISARDIDLVGLDQLWRISLDTSDDAVADDALNLLIQLHTDLAVNDENYVTNLHR
DFLASTLDRLREAAKAMDDAGDDAVAMEMAEQRADRCIRIARALILETELGGMMPGAPLPHGATFPGNDISIEIIPPQNI
KMSRFKLASNTHELVKTVRENISREIDFPSNRFRLIFCGKIVEVDNWLMRETIARGHDVFTSVFRMQVQLLSPDNARPRH
DFGVSSPASLPRSLLANQPGAYDVFLKLAESRGAQGDGGSVQSSAQQILLSLPTQQQIKVELCALLAGGNVAAGAETAAA
AVVAAGESSAVEAAVAAAAIDPARAVAMARARLRELLSQSPARLVYTVQVLDGLLSPVNNDDVDDTARLLRASFSALGCT
RDILAVFPPGSTGVRATSDDGVDDDAAGLRAVANAGAAAWSDASMRCALCSSALSLLKQSHPIFGGGDSAKGTTEASLGS
LGGAIGGMSVATPTGSRREQWSDEDLAAAEASESSVDASCVPSKGTAAATFATAAPLAIEAVPTLMRLAYTMSTGLQVGW
ELFDDNAMDEDGVVKDADDAAGGVQREDVFLSFEAIDLLLECLKRSGSNGAVTLLEQPLFSSMLRDLVIRSPLESVRHRM
MAMMIKLMLITQGDGRVVLSPPPGMLKRLLAARVDADAHPKRCKEFFILLNLVIRDSGGSPEENSECDAVAETLLASEVE
ALRVSPPAIADADTHLQSRLRLIQCLVERLDRRSVGSKAAGLGLVQVLMFRCLFPEAVPMLLPSAEVLRLAGMPAPVVSG
DGRRATHVVRRHTVAAAGGAPDDADADKDRDENDTDGDDVTLTGEVPEREGGGVPAVSSNGVASVFGVGEDVEMLEEHLT
AVCSTPNTRQAAFQLLADLASHDTENMLEVTETLMNLHYRGSVDLNEWEQLPINSPRPPGGYVGLKNAGATCYMNSVFQQ
LYMMKPLRNAVLSVTSTAVTEDEQKDSVFYQFQMMIASLAASHVDHYAPRGFWRAFKDYDGEPINVREHQDGFEFFTRLQ
DMIDSEFKKAVAIASAPGTDGGAVAAPTNPPPGVKGAMEAVLGGKFVNQVLCQKCPAHRSEREEDFVNISVDIRNKRDLN
ESLASYVSGELLEADNQWHCEQCGCNVDAVKRICFKQLPHTLCVHLKRFEFDYETMQRLKVKDRFEFPMRLDMSPFTVEG
IEREAATAEAETAGDAPAPVPELIHPLDHYQYKLVGVVVHSGTAFAGHYYSYIREREAPPGAHVDDDAAPGEAKIGERWH
VYDDQRVEPYDVSCLEADTFGGKYGVNIAALGGGAGSDDEVGNARGRIVEHDRPNSAYMLFYERVNPVDSDEVLPPPSRV



ATPAIVEKAKEDDEEKAIRPGRHEIVPIPSMPRKIRGEVMTQNLQFVFNGNIFSREYFAFVQQLVESTLQRGNARKSQRR
GALGGPSGGGRGDEGDGGGSDARVRSQEEEDERAVLSVRIATEFLCHVYLRAHHSMRERESLMAWRDTVAALLERSAAAC
LWFLDFLRDRPGYLAAFLARCPSADARETFANFVAAALRSAVTRDGGGATAEALLLTTTVSGGGGGGSLGGGVLPATTTS
GSPSPAAANPTADRRQPAKAARLVDRVLHSLVQVLNDAAAHPSKLTSPSYYFAVLYEYAALGPGQRLQLLQYDVLRSLCE
FVCAASRRRVVHHQVGGGVPHHDDDDDSSSEMKPAYDCLHLLVASCDLTEVRREKTQILVDKALEITGRHQGGASSQNHT
WHVGDLIEDGGGGGGFHLPLNLTGGVFERAFLEHLTGIAASGGTHKSNETAMKILLHSCHSWQWASRVCIFVLLDRVRTE
EATSGVAPALLVAEHLVVLADWCASARVTTLLAGFRARNMPPYIAVEEHEHGIAANTTTATRTGLLEIAAHARCGRKRRY
LIVRALVKLGACSATVRHVLREDADDFFHTALTLLQESLQGQQQLDEGAEVSEVLGMGAQLLREEPRDD*          
>Mpus_Micpu34035                                                                
MDEATLSAVRAAMMTAKTPGAYDKVYKDECVYSYDTPLSPTGLYVNLSTHHGVGEAHLALDHEKTGNVLYLHQRWVKTPK
PAAAAAAVPTKMAIGVEGGFALDEDAAKYDVAKHHSLVVMPTKTFVSLPCDDLPTVVLNAVDGVLRHAGFHDQSEVAAWS
EERRESKYARTLTQEPSEGRKISPDKSSWRCVDTGAVENLWLNLGDGHIGSGRQHWDGSGGNGSALRHYEEMRAKGKEYP
LVVKLGTIAPSGADVYSYAPDEDDMVEDPLLAEHLSHWGIDVMTMEKTEKSMAELQIDLNKGFEFDKITESGAELESVSG
PNLVGLANLGNTCYVASVAQVLKTLPAVVDRYVAPAMDLARGAPADVTCDFPAQMSKLCVGLVTDKYASAESAVNAGAHE
SAVNPRMFKNLVGRGHAEFSTGRQQDAVEFFQHLLEQMTREEHKAKARLGDAPPTASQFEFEVEEKTTCVESGAVRYVTR
RDNVLPLDVPVESATNAAAVSEFKERELKRQKTSSEGSGGGGGGGKEKADDEEPVRPVVPFDACVAKIAAPELVDDFYST
ALGRKGTASKTTRMKTMPNVLAVQVRRYYVAEDWTAKKLDALVPMPTTMDLESSLRGRGMQPGETPLPDPEGPASAEAAA
DGKGNGAEIVAQLVSMGFSENGSKRAAIATNNVSADGAMEWVFAHMEDADFNDPPTAVTSAQSAAATSPASVVGTNPESL
MMLTSMGFADVHATAALKRSGGDVERAADWLFSHSDDLDAACAEVMSGGGDDGNGVGNGSSGGVSPPESPVVDGVGRYEL
FGVVSHLGSNTACGHYVAHVLVDGTWCIFNDRKVAKSANVPLDLGYLYFYRRTA*                         
>Mpus_Micpu50432                                                                
MMPRRRGGAPPLPDDPRAREFKPARISERQTGSFSSLDPRAAPRSDPPSPPHRRTPGPLPRGRGMLEAALAASESAKKEK
VRSAAKAAARAAAAATPKPTRPPQAAKYEEFAYRPAGFAKRPGLAATTTTPSATTTTRTPAVDRERAAPRPGTDDARGRE
ERDPSATRLAATRTPPSAWRPKPTAAPATEADVRTPPDSLPPPRDKPPPVTQRRESLGGNPGRVARRMSFDDDAAVGRDG
GKRAAAAAAETKPTASPLAPHNRLKITVGELEGRGAEMRKLTGENSLEPPSTRRSATTDAMGAGLVSSAAAGTTATTKRH
DPFAFTDEAKTPRMFGPFASAARNAAANAATNATHDATALAVTPAQPPRTPGLTNLGNTCYLNATLQVLCGLECFARDTC
ADALARAPFADDSVYYAMRKLVKARKEKEANARRLKVNAAADAAVGLAPATFSYHTPAPGAKGAPGANQWSLSPAEVKRA
VTRRHRRYEGYAQHDAHEFLCECIDALEEEVTRMYRVGELDAGAASGGVPAPAPSMAMAAAVGAYKRKAAAEATTPEQTL
PKRATGEDGPPATATANDAAAATTTTPDPAPSAGATIVPLHRTLCPTRRNFTTAVAATLTCDACGDTCVKHETFRHLSVE
IPVGTGGGAAAAASAAANLGAVPLESLLNGFFAAETLERTCEKPGCDGKRATLSRKIVRLPRVLVVHLKRFRFVESLSGA
NDENADADVVLGKHAGAGALRMAKIVKRVALPMKVSLANFASGDALKGPPPRASTDANADADASPAASPADARIAKRARL
LGDAVSGSDDDSRGAGATRHSDGELSRVAWGANDRSSPNEDDESEPIDEASAAVNHFRDDGSLVGAAARAQAGAYRLRGI
ISHIGSTLDQGHYLAHVRTDDETWVSFDDEDVKDVETADVFKGGMERECYVATYALE*                      
>Mpus_Micpu64261                                                                
MPHDATTPPLSELTHGEVIKTGLPPHIIPKSVLDNVTWQGGGNEPMVGYAPNPYYRRGRAKGEANRAAMQLQRKREVIKF
KTEVTKTSALSSSNGFGGGVGGERARASTCPLPKLYHKVEAILDPTRARFEEFDFAAHNRTALLGMGNDLANCYVNPVLQ
ILHFVPGLRASVLMGHACEREFCLTCELAFLSHTLSQPPTRGGGSHSSASMKVEPLNFLRTLRQVREAAALGLIEGGGNE
LEARLDQSLPRRIQAFQRFILEQLHKEQGGGDDRPVRLGEERTKQKTPRPRASRSNSNSNDVDEDEVPALCAPVEDLFAV
SSSTKNSCAVCGREETKMTRSFQTDLAYPPKEAHKGGAAARRLNANTNANPKTADDLHAFSALLAKSLATRGEVRAWCDG
HDAYTRMTQKKTPVSLPAVMSVSLGMRDVGDLRWWGVDVDAPPDSRESSEAVETSWLPKFFSVKVAGENVCVTESSTEAF
ECDDDGDGDDDDGASEHARYELTGLVCLARRPCEEEDDDAPGGGVDETGAKILRGHLMSFVKVKPPYIAERGAFGGASVV
GEGKSPGVSPLVIGQTGAAAKARADAAAAAARVSELRVSGDDDGAEGGSTETASEITPADADAGSAVREEIEAEDAANAR
VKAAQFAAALAAGEAMYGEHSGFAGVTPSKVSEIESSDTADASLYPPYSSWGSEGQGANAGEGVRVSPDGVADTDWLLFN
DFCITPVRADEVTRMYGVAKIPCIAAYSRVDAPPPPPLPPSPITEDVYRRLTLDANLPRRCPFTPFDFESPAETPRPG* 
>Mpus_Micpu149814                                                               
MLAANAAPAVFDARAAAVAALQAEIDAEEEEERATSAEDASRLAAERRERANRASRDCPYLDTVNRALLDFDFEKCCSVS
LSPNNVYACLVCGKYFAGRGPNTHAYTHSLEATHHVFMNLHTGKVYCLPDAYEIVDRSLDDIRHVLDPTFTPAQIEETET
KKMWSRGLDGTDYLTGAIGLNNLKATDYVNVVLQALMRVKPVRNFFLSDDQSLLVQRFGELTRKIWNSRNFKGQVSPHEF
MQAVLASSRRRFLVDKQSDPVDFMTWLLNTLHRDLSGKMKGGSSVINHCFQGELEVTSVGRPGETGESAKMPFYTLALDL
PPPPLFQDAMENNFIPQVPLSQILRKFDGETPHEVLRPTPGVKTYKISRLPRYLIVHYKRFTKNNFFVEKNPTIVTFPVK
SLRLGDHVPVPTRPNAIPGGGQPVDSTYDLVANVCHDGKPAEGSYRAMVHHVADGNWYEVNDLVVSEVLPQQVVLTECYL
QIYQLREGDGGGGGAVAMDAA*                                                          
>Cmer_CMC070C                                                                   
MRNIFAKTRSENSSQRNSSANVRDRPTAVRETGSSQTKRMEVWKLAAELGFTDAQVAVALKHGCHSTEQILDYILTHKIR
PDGSSAGPAAGAQRTSPEPNSGLPPPADRHRDQKEGTNDPNNTEQAELQRAIELSRREYLRPRDALASSTENAVSKPVGS
QAPTAESPLALASDTELQRAIEASLEEERKARQRFELSLFRPSEASLDPNTVVRVSPMEPIGLCNVGNTCYLNSLLQVYY
HTPSFVRRVFSWREDRVDTEKTPPKAIDVVRELQRLFAYLLLSERRYADPTGFLYALAETLNSAALDLGAQHDLSEFNET
FLRSIEAALQTVDNTEPLQRTFTHSFVQELHCRVMEGAHQVAMAVEMNPQCSSDGSGTHGAPQSPGASDTPALDAMLERL
SGLQSATWRLADRVEGTTSALILDVASGNCRDLYAALDEYVLADVEYQPEKLTPGTPIHADSNPSDTQASTSGITTAPTT
NTRTATKSVWFQTLAPVLFIYLQRLRFNQETHMPEKVNDFFDFAETIYLDRYLERNREAALLARLQDAQYCREYAQLEQE
LQRLLHLPGLQEPSDVVYEAVLERLRALDPGNSSHPPVVVDQSETAHREQALESLSYVYVTEKQQRERLETRMACLAEEM
VQNFASLSNEAYRLQAVLVHEGAPEAGHYFVFIRSTRAGDWYEFNDQRVRRVSWEHVHSVGRGGPGTASAYALLYRREEH



GEASQLPSIEEAKRLLPASLVAEIAANNAVLREEVEREKLRPVVESISERLRQPEKDETFLERPEWLCLHQGQVADAVLL
ATCHVYSDQTQGVDLFTALRKHRALRTHTNDETAGNTEANEPVLPPTKASASTFLGAMKSAASGPFSDDIRELATRLECA
DNETLNQLENAYTRAQQTYRVTILALMLTGIAAECIRESSWRDAASAITSIYDKASAGISYAGLTASLRNCVEQLVSQTK
TSDPELSNWFAHEYLPEKALEKEPADNSTPTSTPAPASGAAPGSEIERCSRRTAPQRPRLPPCDERMVSARISAFGSQEA
AVRWYDGLVRGLGSPQR                                                               
>Cmer_CMG042C                                                                   
MANGAVTMRSRLENHARSLPSSRRERYCGLVNYGNTCYANSIIQALYFCEPFRREVLTFFAELQRRRERGRRTKSGVALG
DLIPDNYPYRNNQAGYRENVLTALADLFAELHGLKGKNSNGPVVSVSVAALARHSPNTGVLDGTVLAPQTATYTGLVEPR
NFIARVRQTSDLFAGYMHHDSHEFLNFLLNQCSELLKEEHRMHLLASEPSQGGVSSEEQFTTFVERIFQGELVNETRCLG
CETITRREEHFLDLSLDIEQHSSISACLRNFSAHEMLRSGDKFYCNVCRTLQEAEKRMLIRRVPQVLALHLKRFKFLEAN
MKLLYKKLNYRISFPMELRVCNVSDDAEDVDGLYELFSVVVHVGAGPSHGHYVTLAKSSGGIWMLYDDDQVEVVEDYSLQ
EVFGISESGQSVTGSCSSDCGYILFYIRRDAESSNGANDCEHHPVA                                  
>Cmer_CMH074C                                                                   
MTLYQEPESKRPNASAARQESATDLNGAVRASPVGDGGCTHEAPTEAEPAGPKHNGAAPTRYYGAVPATWYREQVQQRVE
HPEAMPISTLTDPQRPQLLRAGLVEYEDFILIPDSEYRQLAEEYGTDAPLPDPLPLMSNGLVEVRPLRVLVDGEERFISQ
EADIQSLHAGPLFLADSAEPLPATGTVRDAMITDNTELYSSEESLRRARVRKLSTETNAIAATRATGLVGLSNLGNTCFM
NSAIQCLASTVPLAEFFLSGEYRKDLNRSNPLGTGGVLAEEFAALVRQLWSTSQGTVAPRRFKYQVSRYAPQFSGYGQHD
AQEWITFLLDGLHEDLNRVRRKPYIPLDPDQDVPPDEAWRYHKARNDSVIVDLFHGQYRSRVQCPECDKISVTHDPFMYL
SLPLPGRRERLVTIRLWTLDDMQNRKPPQCLDLRIPRRANIRMLKERLQQVAGIDADDIAVVDCGAASLALDTSCLVAAR
RRIEKASDVEELAAIQVEDPDALAQLEGRGTRSQSGSKGLLSAIPEAVRATACGNGAIPGADAKLVEVHQYSPNRDPVGI
PLLFTLPQDALDERSVCKSINERLRGALPQLDADAYTLRPRTHTPHSALLFELEWHRAEDAAQVDRFLALNPASESNGGN
RRNSNGAIDLHQCLHLWSETEQLDDDNLWYCPRCKKHQRAWKQLSLYRAPSILIIHLKRFQYTSWFRDKLDVLVEFPLRN
LELDFAGNRVVYDLYAVSHHMGGLGSGHYTASCYRASCSRWFYFDDAYVSALPEDPEEVAKRIVSPSAYILFYQRRLDRE
QPNGHRDTAPASSL                                                                  
>Cmer_CMH182C                                                                   
MDAAATPVAPTTASNRAANTGVPSQARPQVWNKDSESVRFNAADCSELYPPVSEPEESAVETLTTSATASQSALCVALWN
LLQRQPLRDEDRAMQLFKFQALDLSNKNPGQTNGITAVRVIARFLHTWSTVFGRPGHSPAVPQLHCFDVTCSRPYDDLYF
CLHRVIISCAQHIVQFNMNSGGVFRFWMRLDGSFAIYDAMPIIQALRRRGSGGDHTASDDDHVTMETLESTGASQMPKRK
KAKSSVSSGPHDDRDTKAVTHSRSAEIVALHRVVPDPLIEGAIWREQARSLARSMLLRFSGSMQALPNVPLSTLEGGLAV
DASIRADGIAERLPGTCQQSQNRVLARRHRDLWRKERKLQLLFFAARPSEPSWVLSWREKHAIAHFTDWAYNECEDNDEF
RDDWMASMAHAYRHDSRLPPRRMDQEHQTMATGGNVANASVATRVRDASETSCAHSGLSTCTGTARCRYGGVVGLTNLGN
TCYMSAVLQVFMRLCPVRNFFLGDLHQSFCLRRVEALAQSQDPERTCFNCALDALMTQSYLASLSQAQSHGYWRPVAEAA
LSDRETQLSNLHTGASGSVRSASSAAKEFVDSGRPGTAHASSSSTSESSSLALSLSSSSSSMSGSIRAARHARTPSAEAA
RPHEIALLNQSKPLQGRRRRGTERMSALEKKDTLSDVTTEADDRLRGSGKRKRRERTRPNDQKSSAARTHSTSATKGALL
SDKQTDREPMPEHFQKAQYVRYPLKVPVLVPQKLLDVTWKFMEPLATYAQHDAHEYLLSALNLMHAHWTPTLDDGERRLQ
LQRRFVESASEEQLALQSVAAQLSLRCSCLAHRTFAGLIQSEICCTKCLTSSQRYEEFLDISLDLIRPEDEHAGSAAATA
ATATTTSSAARSLPNTLTGCLQRFTQEEPLDAIGATSSCSCEEEARSAGDVPPIRTKQLSLKQLPPVICFHLKRFKQSGS
GSQVTPSKLDVDVIFPVRGLDMTPFMSASVRRRNGVGSEAMAAQHPHRCMHHELQDSGPRILYDLIGYVSHIGSIDQGHY
IAHVRHGRYPEWFVFDDESVSVECRTVCEDTEPDASNARITSKDAYVLFYEVRPECLWVR                    
>Cmer_CMJ136C                                                                   
MQPLHTPVEAPVFPGLGDPIRRTRWVSVPLTDPDTDALNGGSRPAPTPGTHGTRLVLVGTQHGQVRTSVYPSGCLFTSWV
GSVAGALSDGVRDVAAIQGASTESLLVSVSANGTLIRTTLGLPLHTLTSSDWTQSRLCRPMPLQGHALLLVTTDLGRMHL
LQAERGTALRSFVDPPHIRRALAADWLYNQAIVLGYDDGSIALKDPSSLRVLHEEPRHPAGNAARFPVVDLVALSEHGLV
AAVYGVVPLIRLYDIRKGLGNGGRVGKISPAIVQELAVPSSDSVIALKWLPGKQRLWTLGVGGHCERFSVDGAASVLCYE
AGLCLPVGNGLYSCFDITAEGGTLVTGDLGGCVQYLHLEESEKLEALANAQCPDPALSEPALIEALCSRAARNARPRRDL
TDSTHTEQRCWLADTPWPLVQQQRGNATKRLKFRFPLLASPIAIRSARFVGPVGYLPVTGSASDQLYLQPDEGWQQTSIS
TASMQPKLDTLEERVRFRRIDLVKAESLEGFDYALYNRTRFCGLENSLPTMYMNPILQMFFFIRPFREAMFGLCHRFACT
GEELPTSIAAELGYLYDMMERGGSLACDTVRLMYAFQQSHQAVALGLVDRLSGGPTLMQSGIPLERLVDKFCRFLLENLS
REEMHDAYGAPPDQRVIERLFAFRTRTCIRSVASGLETTREDVQYVLSLSSDNAEPVEAAHFPSLVNAALRQTQPPIRAL
HPASQKVELVEQRREVLSLAPYLLCSSAGITVRSLQPELELELPLDAACYRYRLIGEVVGVRPANVPASTNQQKAPAATS
TVAFLRIQGLEPHQASLSAQEGSWYCFNDFTITAVRDAAQVERFDSCFMQPLLLLYRRETGVAAVALDDKPPVSFEARLW
PDSETEWARVFALRPMSTTHKRLLQAGDRNALRARLSFVPLQPGERLTRGTLVAIDTEFVLVSREKAEICCSRRSTGHTP
RWCRWSSPSLGQAPEEEEPLLRRVILEPSRKHVARVTVIRENGQVLLDDYVMPPPGCTIVDYLTRYSGITAPDLQPNRTR
HYLTLSKYVYAKLHALQRTGCVFVGHGLRSDFRQLNFLLRSEQYRDTALLFRLPANERTRGRSRLLSLRFLAGCLLKRRV
QNGSQGHDSVEDARAALDLYRLYLELEQRQLLKTTVERLYEYGSRKHWQPDFADPFELAL                    
>Cmer_CMP333C                                                                   
MERKGVNWTQFSHVYLGQLTAREWSSLIIRSEAVLSQSTSEQEPELNQAPGTVKVRSGSASSTPTLAVSPSQVAVALPQT
ETPSLSPLKKDAPAEVVHSSNSNSPVVPLRSSESPKSTPRAAPEPVSAGTPRLRWASVVSGEARADAPGASHESNQSSVT
TESKLLKRIDEADQATGSDRRGRLFTGLPAQMSERLLQLLEYGCPVSNDRTPSPSVAASSIAIDPHWRRPGFVNTGNSCY
LNAVLQALLAIDEFRLTWTALGALLPTQRDLLEKCNCHLVAGWLRLIDEWQALCQQTRLQRGRFGAAAPMLRPTYFWENE
RLASTVGSGHQEDAQELLMIMLDGLHSELLELRSLLGEKSKLASLERAASPSLTDSDATSDTEWETVDRRGRSAIVRTHQ
VRKTFITSIFGGALRSEVRKAGAKRSAVREPFLMLSLDIEDQRIRTLDDAFRYFMEPEFLEAPDERDSSARTRTRVAANL



DPLRKHVTLDTPLPQALIIHLKRFSVASDGTGQGKKLHKELSFPPQFVLNASWFSAAVPKAQLGEACSRRYRLVAVITHL
GTDLANGHYIADVLASGTNSTWSLSKSRNAPRGLTRSVDADAIWWQCDDQDVQMVSASTVLSRAAYVLVYRNA       
>Cmer_CMR057C                                                                   
MSRGRPRRGGKKGHARKKARAENRHGRGTVCETPPSPAAEPPSDSEQELCIPAGLENLGNTCFFNSVLQCLARLPSLQSY
FQSTKSNAIVRFEGAVTLALRLFLMTLWRHERQRAQKRIFADSSTGTESDIAAGSSAPNHTNDSAALERATRRLFEEIGE
KCPRFKGWAQQDAHELLLALLWTIDDEEQERLRAGKSMSKTPDSAKTVEQARSFVRDIFECRVEDRLEMPSSGGKPQVRH
EECLALSLPILRLRQSGDARVRGGRNEEQRAGTRDMCASGCSVDGKDAPKAGADARRQNLDGTDLSETEWNQSRSLMQAN
NRSYSEDEDYDESDCRLACVSSLFDDVELDDEPACRDSASRACSATRASSTGIGVHGGLLALTCEPMHSKNSVHGSSQMS
EVCTRLGECIAEWARTEVIELVQSTQTSKECATTGHDAEKNSSEKLASNKEQSTSCTSSALPDINTANGVRCESIPPGSQ
TGAGAVSTSNGFHSGDSAAAGHASETVSDWEAAPLKARKWMRLENAPRCLVLHMKRFTQLDVGYVTKIDDHISFPETLSL
GELSETEALAPMVAADLARVRYELCGVVEHNGTLHFGHYVAYVRARRVATSNQQWFYCSDRHIRSCTLDEVLQAQAYLLF
YFRVSESEENNLPAAVPEKP                                                            
>Cmer_CMR384C                                                                   
MRNQARRTPAQTGDMRQPRALGAPAAAEQQPLSASPQDVPMETMLPDSARIDKNTGGEQLLDRSQSPETQPWVCVGDDEL
TFLGETTTQRRIAAPAAVRRQPLNPYFSLAAPDRGSEPYGVRADDETGDCEGEDDVEEDSFVSSTSHGDGNCEDSDGTTD
RLDHMRPLIRSGVVDVENAADSSTAGSFDEIGPARPMRSVPSVPESDFIDMELDTRNHRDLCSRLVSNAIVVFEYVLRDV
TKLLRSPVYRQNMDQRSGGGGVAGRLRVTSPWLEAFGFQWRLLIFPRGNGDPEGKFMSVFLECSPLDSAREEQKKSWRSH
ARFQLALKNQTGVRPPIIRREMAGHMFSPRESDWGFQEFAPCAELESPRFGWLIHDQIIFRVWIEFDKDSYTFSEQYDSK
RETGFVGLRNQGATCYMNSLLQTLYNIGAFRRAVYELPLPPLEGEAAEMVDRGLDSQAPASETSTGTPLTFALQRVFFDL
QHEDQCVTTKELTNAFGWTDADAFTQHDAQELNRLLCDTLEERMKGTPLEGTIARLFQGQAKRFIKCVHVDFESSHDECF
YDLSLNVKGCKDLYDSFRKYIEVETLEGDNKYYADGFGLQDAKMGVQFIKLPPVLQLHLKRFEYDFNRDMMVKINDRYEF
YPEIKLGEFVDGSTGADDEEYIYVLHAVLVHMGDVHGGHYHAYIRPDPGTEEGSKIWFKFDDERVLRVTESEAVEDNFGA
PLAANGVPFPPQRRFTNAYMLQYVRKKDAHIYLGASTEADVPEALRQRIALEKELEEKKIREREELRQMMNIRLITPAMQ
KGYHGLDWTDLNQGLILRVRRSMLLGEFKQMLLKEVLSPEGIDASSALSNENFDGDACQRMLVWTFVARINQTIRPSRLL
NDGNHEEPLERAWNDRAIARNNQAGASPGSMGSSIHAVNLFIDVRQEPVRLAALFDKRECLMLFKWYESADPPARESPEL
RVLGWDVVPMHLTMQNLVALLRERNVLPRVPLSELYWYEEVTSQDAKEIVSDVALSTARNQLQSGDIIIFGRRSPIRQQT
DQTARALNVNESGNNSEAPVSSAALLASILQDPDLSVEEQANALYRHMFWDARDFLRHRCDVRLVPLTLQRMSGAAGDEP
LTEEPSRGGSVASGPGSDQQNASEILLRNVSTQLTQYGLGTLLVAKLRNLHQQQQGLDLMQTCGVTAEDLRPSRVRFHRR
GFSSLDDFLYPRDSDPIPMSGARTRKILECIVSKQRIVKLFYEFIDTDAEAFEGKQEVTITWRPTPIDMIGRKILLALPL
NATYGDLIRELESKLSVTERTALQSQYAGIRVHELWQKKIIAGIVPLDRTVTVLGPDSNRENFEILAEPVPPHETPEELS
RQGCVLIRVAHISKSASPPLYGIQQDENYAAGGLATVNSFGLPFLLRVPSPEIHGTLPVQQLQTLIQERLQLPENEFRQW
RLLYVRPAERHPVIYLQPNGHEESERSAALGSPENTEKAHHGEQPVNHSETTKSGRPSTEKISELAVSNGRQPSVAEGVT
GAAVDTATMLSAEEKLLRRGLINLQDCIVENDDTYVHNFIGLEHHDSNATKRRATSRLRYLNDKPLKIA           
>Cmer_CMS486C                                                                   
MVSAGPPQRASTGGGGGSGGGSSSSSEDSMKPAELPDLAVWQPISLVPARLRSSRHSVWDANALEDTVSTLDDPWSLLSA
ASKLLVEKSQGKRPESEQGALYSQRDADISALAPVKGLPLEWLPQQSLRSFGLRNLGNTCYANAVIQALLHTPPLVLKAL
SDGCASATPHTGFFDAMAAFVRLCRQLLVVRPSGTNAVAPTEIIRNLPAICRRYRVGRQEDAHEFLRFLLESIARSCSRR
GERRLPSQQVSSDELVASDCNHGTGWITRIFGGLLRSRVICRTCQHKSYRTERFLDLSLDFRQSASISKCLEHFAATELL
AGRNRYDCAACHGYSDAEKQIRIRQAPVVLTLHLKRFHALRKLSGVVRFSEWLDLRPYMAEEFVAGPVMYRLFAVIVHEG
HSLSSGHYYAFVRSASGAWLRCDDEHLSRVGIGSVFAQQAYLLFYLRVDAVPGESAIETSEVSTATSEPDTKISGGVSTA
PDFQARQSKKPRSEVKRFES                                                            
>Cmer_CMT098C                                                                   
MNRSGVPSIDCVEKEECSLCFEDVDSPGGVCVCLTCLQCFCAYRRHAELHTRKTKHQVFANLRRAPLAEADRLEQSTLVQ
AQKDAAEAERGTTATLAPQVLRTSEGYTIQGAESLEAPVPPVRLEGIYDVAAKCWVACLREPEAGSARNWSSDLRSGAYP
ASQLEAWITLAESVHEAAAMSRKEQVQAWELQLQPCEHTLTVCRLEGIDVDTSLSRSTAKCSSCDLRENLWLCLSCGHLG
CGRTNFDGTGGKNHAWEHFQAYGGMNADHAVAVKLGTITADGTADVHCYVCDELRVDPELERHLSEFGIDIRREEKTEKS
LIELEIEQNVQLNLKELGSNFSDHNPSLRRITDPSLYAPDVVATGMRNMGNTCYISSVLQCIYALVFAPYRWYQEPRALS
FPFKNKSLDRHYTRCEAGSALQCFECQMRKLADGLLSQRYWKREHTPQRIDELGRASAAKIHEHEHATMPKPVKTGAPDH
EAPSRMAEAPEPEPAPATSDVQTPAEGAGLLRRYQPPQGIAPRMFQNLIGQGHPEFATKRQQDAHEFLEYFLSRCTAEAR
RQGTRDPARFFIFPLVQRTECLRCHRIGMNSTEATSLYVPIASSVRGAEYSTRSKAISAEQDQESSARVSLAACLDLSVA
SELLSFQCPSCRASIGVADPNQAERRESPSRCPPFLIMHLRRFEAGEDWVPRKVSTAVTFSDPQRGLEQRADGTIVLDMK
PWLVVDESEWDRLPPERRMEAAEAPASGTPSGRALTRIDPSERLLMDMGFTLQQARVALQASNHDGERAIEWLLDSANSA
AANGASTPEEEPTANTEAETSAALASSSRTRYALAAAMVHLGASLQTGHYVAYVYRNKRWLLYNDEKVFDAGQNPSALEQ
AFVLIWRRDDEAFDATCVDWMTSDRLRLESDTAVSRVQPLHPVATSMDQPLRFDGTVLNWNTTRGASANEAAAAPTFSFA
DQLDQLMSMGFSADASRQALEASRGDVEQALNMLLSA                                           
>Cmer_CMT224C                                                                   
MVIVQIKWNKQVFPTEVSEDETARSLMERLQKLTGVPSERLTLLGLKRGAVRVHTAGTLAALGLQDGCTVMLLGTPVSAG
AAAVSQAVANSPLSPEKAGAGVTGTTASGASATPPLKHVRRGLANLGNSCYANATIQCLLQVPELRDYLRSRVQSSASLA
PAVTTADAEHRVVMALAALAETLSSPNAVQGSSDNPERFYPQVVMAALRSAYPQFAQRDNHGMYMQQDAEECLSQILGAL
ARMEPPTTGTNWVDATFGTLIASTDRCDEPNEVSTACTPVVSHECLRLLPCHISKQVNHLSEGIREGLEGSIERYVDSLG
RTLNWKRESRIERLPPYLIVHFVRFFWKPVEKVKAKVLRKVVFPLILDTLPFCTDSLQDALRAARTPTATTEADAEGALQ
DAQVGGSSSSSSSSSGKPDTPSGLYELFAVLTHQGRTADSGHYVAWVRDPEQPLDRSVWLKYDDDRVETVTEDQILRLCG



GGDWHMAYICFYRMRPGPGTNEKR                                                        
>Cpar_4695Contig26268                                                           
MAAPTFRVRGLHNLGQTCYFNALLHCLAAVPAFTAFVRRLRARLKSQNTLNASREVEITSALTRVLLDLQPLEDGERAAA
VHSTKAVFRAIETVVSKAATQTQQDSEESFQLLVHLLMEAWWSSEQYYQPRLAVIGTSLSLVPTSL*             
>Cpar_5112Contig27240                                                           
KRYDPVYPDKRIDLTKLGKNAFYPNLPEPGSATYTLRAVLRHHGLTLAGGHYTVDVLWNGKWSRCNDKSVTQAGERPVFT
NQAT                                                                            
>Cpar_6240Contig37489                                                           
MAGNPGGPLFSELYSHPACADSISALAFDPCQEIVWCGSQQGRLTSFLFPGLERYSACQAHVSDVRGLLPDAGGVVSISA
DTAFTIADPNRWHLALGGDFGKLLLFDLNSSRILNQACISQGNPILLHLTCGQTEVDISTTSMKLTRAIVCGTSTGALQL
RDPNLRLEATLEGHSGPVLDMDVRGNLIVTGEQFFSDPLIRVTDTCDVQVNLMGEELTAMGLGTAGQLNLYSAETPIVPA
FPSPPLVPCTEDGFAAINADSLCDISGGFQGTPDHEAVPKRFRRVEIKLNKLGVDDFDFGLFGADANPDMMERSNGANCQ
ASNFLRCFQQITQLNPGTLPVGRRLHSLARFLLEHVSKELDGQPPSTQHLPKPLGNRRSAAGQPALPDPAPSPHGHNTIR
ESRAFVIDLQLRAIEVRDGCIKGLQLKARVVTSGTMAVDEIRPGMEAVASGPSATAVSSLQAVQGGNPDCGAGEGAGEGV
GAAHAEEAVEYELTGVVSLILDDMAAATGQGTRTGGTGSISGPVAAAVPNAADPRFYNDGHLIAHIRGALCITLHYFRGF
TQIDINAAGWAVADASLAQSADPSVLGQASENVESGDDDVEAGQPSSVEQSASGSHRTRTSDWFLFNDFVVQAASASEAG
STEHPSPIQVGATKQEEEVRADGSRNVVKPSRMGLARVSVVRGDGAREGEILIDDYILNTEPVVDYLTRFSGLHPGDLDP
SRSRHHLIALKDAYVKLRYLVDRGVRLVGHGLKKDFRTIIFVPPDQIIDTVELFSLRRQRKISLKFLAAFLLHIDIQSGS
HDSVEDARTALALYRKYQQLCADGEHPAEPAGTSTPGPPMAIPIPSGKHSSLMPPPPPSAKHAS*               
>Cpar_7689Contig39273                                                           
QALNPSFKLPQVARDFIPGTVGLNNIKEARTPVPSASDATDYINVVIQSLVRVSPLRDFFLFPENYSSCKSLLVQRFGEL
VRKVWNPLNFKDQVSPHEFVQAVSIVSNKRFLIGKQGDPSDFLIWLLNTLHKDLGGTKKRDSIIYKTFQGEVEVLTEKLD
KEKIKKAKREKEEAAKAAGGEVKEEEEGPPDYETLPKIASTET                                     
>Cpar_10393Contig53257                                                          
MSSSSNSLHSPEGVLPSRAAEPAARRPDLDRDRDGGPAVERKALRASPAAALPPPYGTPGRGLVGLSNLGNTCFMNAAVQ
CLAFSVPLASYFLRGDHARDLNRTSPARGSLAQFAELLEKMWGGSAYSSVAPRALKETIARHAPRFAGYQHDSHELVRFL
LDGLHEDVNRASPPPRGAPPLPPSPEGEADEAKAARHWSRYAARNESAVIELFSGQIRSRIECGTCGHVSTCFDPFLDLS
VPIPKDLEERSSLRHAAPAKARTFPPARRPRRGALRRAGRQSCSLADCFRAFTERETLSGDEAYRCGRCRAPRTAYKSLA
LHRLPPLLVVHLKRFTYSGMLREKLHTDVAFPLAALDLSRFTSPGEGAPLYDLYAVCCHQGSLSGGHYYAHCLHPEENKW
YTLNDSSVEGVGPASIRGPSAYLLFFQRRRPS*                                               
>Cpar_14127Contig7943                                                           
MPRARRRQSASYEIARGCILCTECSDYSYLDKPWRGAGDGAQSKRRRPEAEPAPTAAELELLKRGSRGETSDPLLLRGLN
NLGNTCFVSAVAQSLVHNPLVRSYFLSDQHPRRFCTASQQAAAEAEAGAGAGEGGQGAVGDAHEFLMAALDALHGAAGPA
GPPGAPCRCLAHRAFAGTLRSDLRCAACGHVSASYEPFLDVSLDLRLAPEGQGGAPGEAIAESLHDCLRRYTRPERLSAR
DAVTCARCRQECTKRLSVRRLPPVLCFHLKRFEHSVGPAGAGGAGRAASSKIDAFVRFPLDSLDMRPYLSPPLDGEEPLD
PDEVALYDLHSSVIHFGSIDNHYICKARAAGRWFAFDDACVSAVEASDVRYLLFYVARDLSYRPAGGEQS*         
>Cpar_15628Contig9700                                                           
MLLQSLVRKFGEPFQEELRNKSVACSSCNTTTHDIWACLHAHAVCVNIYSRQVWCYGCDDEIVEDIDHNVDNDRNRAVTG
ASTNVLLLKELRLMLDPSRPPEQQEGEDAPSDEMNDSEEDDSELDEDERSQRKNIRTQRLCGLTNLGNTCYLNAALQALS
NLRPLNKFFRKYALLYVPRQSDKGDGKRSGIVQHFAELMQLMWGGKRTLAPNQIVRDIFQLNSQFRGYGQQDSQEFLRCL
LSALHEELKMELPLRPDEPMAPSVTPLLDNSSNSSSSSSLSSLQRKSKTGKKPSSGLGNESPTDCTPSQPRTPPSRAPAR
ADQRAAANGRGNGQQQAQQPKPPQKQVVSVISDIFEGTILSEVTCLSCKKARPPALNPEASGRLRVGGQVSAKVDEVYEL
SVSMPTKKQRQKIATEKGSTTPTSSMSSTAGSSKEGTRGTGLLTTISGWFTGPGTERSGGR*                  
>Cpar_15686Contig9781                                                           
MAACQHALKPLEPPRLSTPVYKEECTQCFDGQDNEEGINVCLHCFNGGCAKHAPLHAMNRGHPIALNIKRILVKKAEARP
QKITKVAIGVPGGAGAEADEYDFETKVLCFQCGTEVERTAGKLPGVIDGVVAAPTAAKQEELKAWENEISASPPNNLWLC
LACGHLGCGRRNYDGTGGNGHAMDHYTATKHPVVCKLGTITPEGTAIYCYGCDDAKLDPQLAAHLARFGINEKTEKSTAE
MELDRNLTLDFRRGASSPLPSPLLRRGGGSEATEDGQRLTPVHGPGYTGLRNMGNTCYMASVLFKMPEFLQRYQAMGKMA
DGLASGRYSQAPKDAAAAEAIEAGALKATSAPDAGGPGQEAGVAPRMLKALVGKDHAEFSTMRQQDALEFLQHLLKLVRQ
KEHAAG                                                                          
>Cpar_20169Contig25607                                                          
ALAGISSSCSACTSFDPDLLELEKHLAGSAVLRADLDMSRKKDTQEAFDPLPDQDVTAIVSSDESLRLYAKRIYKFDAPP
CKESDGTKNCKENSNCLYGLGERRKGVWAKVPPKLKTLEEKSPEWHIRKEGEFCGLKNLGATCYMNSLLQSSQDVAIIEH
LQRLFANLQELRSNEYNPKPFTDALNIATGVQQDVQGFYRYETQCLKCGTQSASSREKTSFYELNLSIQNLEDLEASLQS
FLADEHLDGDNQYLCECCGCKQDARRAIKLEELPERKKLTDKFAFPEILDMSQFLAKRPETNKWYKFDDETVTDIQGEGF
RVDPSNSKLEEASAATAKTVVIDEAQADLRAAIDVPKPKPARGRGRPRADKAGFTKKTAGTSRCSDKEKTPKHSKEKTCE
STGAYMLVYTLENRRVHQSPVAPSHLVEEIVAHNLDLEKQIEEYRRSKSEVEAAIEKRKNEYQRLWSLAPVGTEVVLDAF
LSFF                                                                            
>Cpar_21239Contig27533                                                          
DARKRDDPVYPDKRIDLTKLGENAFYPNVPEPGSATYTLRAVLRHHGLTLDGGHYTVDVLWNGNWSRCNDKSVSQARGRP
LRRAPRGAAGERLSLYKPGDG                                                           
>Cpar_21874Contig37077                                                          



MGGSGSRLEKENISAYGLENFGNTCYCNSVLQALYYCQPFRRRVLEYLQEHEKDAYKSEDDTSLLMCLAELFHTISISKK
KQGVIAPRKFVSKVKKENELFRSFMHQDAHEFLNYLLNEIDEQLKKEARERPAVPPEPPSHGKRGRSNSIRLPPLAAPPT
RTWIHEIFQAPPPPSLDILSTASDVRQGNTSLTYCLKSFGAVETLGGNDKFFCETCRCLQEAQRRMRVKRLPRVLALHLK
RFKYIEQLQARRHNPARRYKKLSYRVVCNASEGAEDPDRPYSLFAVVVHVGSGPNHHYVTAVRSGQHWVLFDDDTVELLD
EGAIQARPAPPRPS*                                                                 
>Cpar_22618Contig37763                                                          
MRMFVTKVARRTNTLSPTRPAAVDRPNETLSRLEAGASSAFALGDAAAARGASASAGAIATALVARTASHSLKATTDEVE
NRFSVPAENKALKAKSKGRTRASAADQAEEIDGRRRERSTLKRFSKSGRYWTTHRPPRPSGQSIKSALGRSLRDFSSGRG
PEPGPIDNSDIVDEEGDLRRRRNAEEGRDYVLLPEALYDRLAARFREASGSKLPRLKQNQAIVEVFPLRLKLCVSISGEL
STITCQFSRTSTVDQLVSHLRSNIQSTLPANCTCYISPHGNTKDRKLDSKKTLEEEVVDGDRILIVGEDDDVEMETPSAT
TSAWSWSQPGSSLTQPPGLCGLSNLGNTCFMNSGLQCVSHCEALTNFFLSDRWGAELNRTNPLGQGGDLAEAYAALNPAF
YALVCIQIRELFSGKCSIVAPREFKFAISKKAPQELVSFLLDGLHEDLNRILQKPYVPDIEPKGRPDDEVAAESWEAFKK
RNDSIIVDLMMGQLKSTLVCPKCTRPSIKFDPYMMLNLPVPGVREQDVKFTLHIDAQRAVGDVYTNRIYKIYTENDEFAS
NDNLHGYIQRIKGVNVVQVPLLHQSKARNTYNRLMGCPSILALNSTLHKSDLLNIIRSTISWKAEWDSEPPFELKTASSK
FANDVQPLVVGEDGVINLEQTGRPGNEGVIILEFVVPVSVALPTSLTETPPAGKKTLGEEDMWYCSTCKEHVQATKQINV
WKVPDVLILHFKRFSWGSSRYTRDKIETLVSFPINGLNMAPYIAGPDRDHVTHGHAIYDLFAVSNHFGGLGGGHYTAKAK
VNDRWYNFDDSSVREIQESEIVDASAYVAFYQRRGM*                                           
>Cpar_22664Contig37813                                                          
MELKMRFGAAQSSSRPSKPASSPGEDPDNSLQPPPCYLFPPDRIGKLLHWQRQTKIGCGLENMGNSCFANAVLQSLTYTP
PLANYLLSGEHSKSRKAPEQFCAKVEPRVSETTVIQQIFGGYLRSQVKCSQCQYGSNKFDPFLDLSLELRGANSVEQALS
NFTAAEVLDGENCKKLVRATKRLTIHHSPNVLTIQLKRFDFGRHSGKINKPVAFGPTLDLGPFVSCREREGHQYALYAAV
VHAGHSMHSGHYYAYVKSPSDFWHCMDDSS                                                  
>Cpar_24561Contig40682                                                          
MDFDPPLAVLYPYDRVRALVSTPVVDVGVGLANLGATCELIKLSKLSLGSRASSLSPTGLMHNLPKLAKTLKLGRQEDAQ
EFLRALLDALARDGEPMGARKLPMRVSETSAVHRIFGGVLESRVACLVSEALRHFMAPELLDESHGLYTCEKCEKRVLTL
HLKRFSFDPEAMRRRGASPLHIMLAASGGVK                                                 
>Cpar_28147Contig55828                                                          
VHDGVAGSGHYWAYLRDPGAQDSWLKFSDITWSRVDEATVWRESRGGHNLTSAYCFIYVDASRVHTAECGGYGEFVGPEL
RAVVEAENAAFVAECERYREDKLRPDFADLVL                                                
>Cpar_30165Contig7838                                                           
MPKTVKWSGKVFDVDVDFNEPPAVFKFQLFSLSGVPPERQKIMVKGGMLKDDADWSTLGLKEGSTLMMMGSAEQIPEAPK
EQVKFVEDMTSTELQANIVAGLPAHVKNLGNTCYLNAVLGLLRHIPEFCAGLKKYTGPSLGMHDQGHNLAIAMRDLISEL
DGSVESVTPFRLVHTVRSVFPQFSQQTPQGHFMQQDAEECWTQCLSLLAQKMVENQSGDSANKRKNTIDQLFGIDLRTTL
KNEESAEEGSSETSESVQKLSLHPQQESRLFFECIRKSLEGELVKRSETLGRDAKFKKMQRIARLPSYLVVQFVRFEWRP
ETKTRCKILREVAVPQVLDMFDFCTDDLKDRLKPVRESLRIKEEEELRLRKAQKTSPDGGPSSSNAGNGATEAAQPVIGL
AAATAAAAAKKHAEESKRLKEPGECETGRYELVGVLTHMGRAADGGHYVAWAKEAASWIKYDDDKVSLVKDEDIRKLNGG
YGDWHIAYLCLYRAKNS*                                                              
>Cpar_30224Contig7898                                                           
MLPRVQPNVTRSGGRVLAALRSAAAPPPKEPAKEPEPPPEPLSLEDYLCRPAEVDALMDEDSLPTDVNDVGAGLDNLNTC
YFNSIVQCLIHTLPLANYFLGGMHSKTGFRRSQQPCVACHFEQLVTTVLRCKNASPRDFLIRNLKINKSFVVGRQEDSHE
LMRCLLEAIEKGVLSQYGNPKEIKGRVAETTAVHCLDCGHDSNSAPRRRPPRWLLLRGRGAALDSFLDLSLELPREDLEA
ALRYFTRPETLDRSNKYKCERCKNYVQARKQFLLAEAPRVLCVHLKRFEFAFMAGGKISRRIAFPELLDLAPFLTPEARA
ASRQAFLYRLYALNVHIGSSTNSGHYYSYVRPLRGRDGQQRWVLLDDSARMGAQPND                       
>Cpar_30646Contig8309                                                           
MITDVEGPANWNQATQGELTWEITGMTRKQGKHYTDNQAICGVNWYVIRRSERAARYVGLRLPAALRLKLFRCVRRLLIF
PSGNTVQEDFALYLDMPDAKTHGTVKHASFSLTVVNQRDASRSITRANHRFTAEETDWGFTQPTFMKLRDLKDANAGFIE
NDTLIVRVSIRITNGVSQWSMMAYDSKKETGYVGLKNQGATCYMNSLLQTLFHTTAFRKAVYDMPTEPPKEKAEPASGAG
RKSPLVSQPTTPSNGGVTVPMALQRVFWRLQTSVTSVGTKELTKSFGWDAYDSFTQHDVQELNRVLCDNLEEKMKGTAVD
GMIGKLFEGKVLNYVQCINVDFRSQREESFYRRSQPGLPQYVEEETLDGDNKYQAEGHGLQASPYPSCSPARPAEAPQDA
KKGVKFSKYPPVLHLQLKRFEYDPMRDAMVKVNDRYEFFDEIELDQFLHENAEDRKAGKPQRYILHSVLVHSGDVSGGHY
YAFIRPNKRAADQWYKYDDERVTKATPEQAIQDNFGGEEDAPGFQNRRVMTLSKRFSNAYMLVYVRESDYERVCFDLPDN
DVPAVLRERLETERQEEEARKKQREEAHLYMNVRVATEEDLRAHEGPDLLDFDKNVAPLRVRKESTVADLRALVSKEKLN
GAPEQTFRFWTFVGRQNKTIRPDQPLQRSQDGMTLEALLNKGRESMALAGQLPELRLWVEYIGFAAMPRDARDLASHEVR
QSMIEPLEPRKTLADSELDVGDVVICQVDPPPAGAAHRHAPEFYDWMLNRFAVRFFRYEKANAMREAPDFVLELSKKMPY
DDVAAAVAAQLGPGTDPLRLRFYGQGYNDQPKTTWVKRQSTMTLSNMLGHAMAALPGRESDVLFFERLDFSIVDLETKRQ
VKVLLTSHKMEEKVVSVLVPQEANVGDLLAELSVAGAMLPGIDPGHVRVLDVSNGRIHRQYRVDEALPTYHMSEPSMRVE
EVPKEEREAMADEKRVTVVHFQRGTGFSLEFHSQPFYMVRRLGMSDEDFGRWK                           
>Esil_CBN77722                                                                  
MGLAGSKTIIPIKEADAKLGASLRIEMDKAYHRITESGIGEARLLDVKAFQRNFLEAFPMMNGDPEAADKDQHLKTREEN
LQHLPKILVESLFDAFGAARRGAVSLEEFVCAVAVMHRGTAPEQLRMLFEVYDIRRATFIEIDHVRRLLDHIYGSAHSET
VDQALAWLFRVSSREDEMDADEFIARLTPVVDFRGTAAAAQAEPLLQWFRVLCTRILEEPHPAVVALEQRYNPERDLSKV
VTKYKLSAGLTDVLCRRHAFICRRSSANALDVQEWLSSVGYLFPETLARRVFQYFAQSGGLAWTVADLLRFLCSWVLDPR



QEHVSMMFQARRIRFALSCYTPIPLPPVPDALLRQNIAPLKTNTRRVNEKTSKNIRRCKLFDVDRDGLLSEREVAQMLEH
LAVYHAHRASGGGGGGGGSHAHQAAHHHRGQHRHHHHSHHHHHHADMASLTLGLRKLGYEDLESLVLIDKQYGADAAAAA
AAITAGGGSDGGGSGGVRDGTDGTTRAVARKLLLMLVKDLVYACLAEFGMRPAKAVQEREVIHEIFRRHDVALDDGEGEG
LPYGPVGTTWAVINAQWWAQWRDYVRIGFDATMPRGSLSRVSSNSSIASNGGGGSSGGRQGPPATVAGGGVRSGTVPNGR
ASGGGVGGDSSGLNRSSPPPPSSIGPTMTPRSRASSRVFGSAPVLGGRGHRVGSGGGGGGGGGGQGAVGGAVGANGGGGG
AYLASSSSFATQQTPRPGQIHNGALLEHGGSRRIVRAARLGPDFAIIPPKAWDALQSWYEGGPVLERRVIDYHGTPQLEL
FPLSLKLQYRHQVASCDVKGKPRQFEREMLFSKVDKVSDVVKQLSEANKVEPERSRLWNYADRVDWKKQHVLTPGHTLEE
AKLLDGQLVLLEISQQDGAWPRSQLQSTFEAEEEEAQAGTAVSGHNKAGVIGDGMVGLGNLGNTCYINSSVQCLSHTPLL
TEYFLSSAYVNDVNVDNKLGLQELLAFLLNGLNEDLNRIADKPYIEQPDSDGRSDAELADIWWKNHLRREFSIVVALFAG
QFKSVLACRECGYESARFEPFMFLQLPLPENTERSVMVIVVLLDGARCPAKCSLRLPKSGRVSDLVRAIVDTFNAPPTER
ARRPPPPPPEPPKLKAVASSSQGGDGSEQAESQQGKRGGGGNEGDGKQQQEEQQQQEEEEEEEEEEEDNLEEERRFYTRV
GLRCEDLAVVDINAHKIFATVSPDRTLQSMKEHEMFYVYQLERDVYGEAAAAKTAAAAAAAAAAVAEKGRRGEERGKREL
PPPEVRHTQVAGRDGAAKGVPAAAAAAGAAGEGARGQSASGKGRGDTARVRGKPAAVAAAQPRVQPIKQIRTPVRLFAVL
HRRLETSKNFLTSPYRLEVFGTPLVCRVVPMTGRQLYDKLYRRFHRFLRLKAGGVSAASSTSSQRRRRDDNNVYGGSTAS
GRGGSPSSSPPSTAAAAAGRGGRRTNGEGEDEEEEEEEDGGVQQPCMGTGDDRDCPQTVRATSAWVAAGEVNRWGFRLRL
VESNGYACSRCRWTEGCVGCFIRPDDTPCPVRAGDSVGVDWHISVIKEHYDASEALSCLLHSSIALHKDLEARPLSLEKC
LDTFTAQEDIKEGYCSRCKEFRNASKKMDVWRLPPILAIQLKRFQYTQYSRRKLRNNVHFPVNGLDLSPYVVKDPASGAT
GGSASAHFRRQRQQQQQQQQQSQQPRPPDGAGGNAGPPPGGADGAVGGRAGRGAAGDASPSVSAVAGARDDGATVCRDHA
AAAAATAVASPSTLPNGGGDSLPNGMLLVPGREGGGSGGGREGEGPAALAVEGTGGEGEGGGGGVGVGMTNPGVIGADGG
RGGSLYDLYSVVHHLGALSSGHYVASVKSQPTGKWHYFNDDQVTEVDEDELGSSSSSAYILFYMRRDCAGLRIEDVYPSG
PPKTVEEVEALMLHRDAAKCRIM                                                         
>Esil_CBN79665                                                                  
MAWSVLPRQMGRNNHHHDGGQGGGGDGDGDDDDDQLEQEDEGGGEEFDDVATENGGGDPPDAGVDEEEEEEEEEEEEEEE
EEEVEEEATQQHPHQYGEGNGGGGGGGGGGVFDDDAEAGSGGSSPPQPPPVAAVYMVDQGGNGQEVLPGMEEGGEEGEGG
ENGQWPAEQQGELGYNDFNENDPNQENMDMVAAAEQEEEEEEEEEEEEAEEGIVEPNGAVRRWYGGPTAGVSGPPAAETL
DHVGDNRVVFVGDFAVLDGRGGALMCNDRQHSHTVTDRKGWEWRLMIMPNGNSSESYGNLSVFVEHVNKDHLKDQNADFG
YPRCWARAVVLDRGARDVYIRNGHIRISTFIEDVADSKVPLSHNSKKETGMVGLKNQGATCYMNSLLQTLYHVLSLRRAV
YDMPTEEENSVTSMALALQRVFYRLQTSSKSVGTKELTKSFGWDAYDSFTQQDVQELNRVLCDHLEDKMKGTPVEGTIQR
LFEGTIRSYIQCVDVDFTSARVETYYDIQLDVKGCKDIHESFAKYVEEEVLDGDNKYDAGEQHGRQVAKKGVRFLRFPPV
LNVHLKRFEYEMTTGTMVKVNDRFSFPREMDIDQYLGEEAERDPQRPNRYILHSVLVHSGDVHGGHYFAYIRPDGRVKGG
QWCKFNDEVVTQVDESEAIEGSYGGGPDVLEERFRDTHTFFPRDVDSDGGGVVGRGWAVGGDNTSAYMLVYVRECDLPKT
MLDLTSSEDNGIPQRLRERFVKEEEDQLRRFIEKNEAHLYFTLRVARDPDLKGLRILMSEEFIKWDNTMTVKVRKKAPAE
ELSRVVAKALGIRTDRCRLWVCCSRENKTFRPESAFQGPFLAHETVESVFSITGPPRTIGGVEIYSVFADEVGKYAAVGV
TDNPLMDGIYRGTVGTDGAIKVIDSKQQCSGGGGVNKEGKGGGAGREAGDRGVGESHDAKRLRLESAGRNNGASGVKKEG
AGGGEEEEDDGGVGVDGLTAEERRKKLEKEDEELQVDKVRLGQAYPLIDVNDVLIFLKLFDPNGLPLPHLTYVGHTLLAG
DASSEIIAEEAIRLSGLPPSTPIDLYEQVTPRVVNKVPQDKTLSENELQHGDIILFQIRPDKVVKPEGEDKMDVEGQDQP
QQQQQPGVGGGEAGAAAAAAPAAAAAPAAAPDGAGAGADAAAAAIAAAAAGAGVAGQGGGGAGSVASPEGAGVAAVAAAA
GAAGPQKGAEGEDVKSGARVWTGKAGIDRVLFGGTWRVPGHTETPKTFLEQRSAQRVVHFMGRTDRDGVLLPEGSMTQDG
RMPGVSVELPRTASHREILETLSRRLELVDDPLLLRISAMTTGGKPQSFPTRVHMSDLDLPQFALHKILDVNQGAHHHHT
ILFELLPFPMNQLTAATTLVEAYSSDAVLKTHCLYAARLHGNLVILWR                                
>Esil_CBN80109                                                                  
MRYSDLYPRCTREDHVRKKNCSNNPRCLYGLGEGKEGIWSRKPALIAALGEDMSGMVKELPSESTRAATAAAGGSSAGPG
DAVVPFPPPRMQRQPTGLKNLGATCYLNSQLQALFANKAFRDGVFSWRPSVPAAGGEGGSSARGSGANGKSDAGAGAAAG
AGSSNGGGGEGDATWVSNGGGGGGRAAGEGVDSVDLEVASSDNAIMRELQMVFGHMQEGISKVYDPAGFPALLRMDTGSQ
QDPQEFSNFFRILLERCFQRSPTPLRTLVQDTFCGEVAYITRCLKCKAGPRQQRTFNDLVLQINHHRSIETILDGHLEHE
ILVGANQYNCEKCGKKQDAETMTELVRLPPVLSLQLVRYEYDLKTMAKKKIKAAISLPPTLDMGPRLGPRGDGSKVGGGE
RGKGVSPKGGKGSNGDDDEEYVYELRCVLYHKGSNVHSGHIVAEADDSDGGRKQVEDQDQAEEGDSDDSDGDAKNPAQAK
QSTASKGKRKAHARGSAVAGRQRGKRSKVVEEEEDDDVMLDNGQEHGPDDTHLHESLRGKGGAAPSQPRGNQPWCPNCLG
DNRLPGEKTMGSDSKRCPGCGLHTHARCRRKRPEASPGAAGATGGAGAADGSWACDECKRREDGVVVAGGDDPVWLRLKA
ARLDGGFKVSSLSPLQPSSTAAAAAAAASRGSPSRVVMQAISSLGSATVAAAAAAAAAAFRPASRPPHSPAMPEAAAAAA
AAAPAATTTGDAAQDRDSDHKANSGDKDDQTFSAHLARSSRRTNGGGEGAGSKEGHSQTEAASTPALTALTALTPVRRRR
GDAEARRAAAALARIEKTEAEEQEEEKFCGTPYDAIVPAGGTTRGSRQGPRLGSGGAGGGDDAKAEWQENGAQQAPDASA
HVRGGGGAREDGAAVSADADDEREETEVVESKVGGVVAEDGDGCGGGRGGGDDGSVGSGKGGQAGAKKPRGSEDAYMLIY
VKRGVAWGPSSAERDAEKLPEDVLAAVQASNETLLANVDRYDCEKLVLDGDMQDRRELYARIFGPPLKPAPPAGRKGKGK
GPAQAIVIDQENNAGVGEEEEEEEEEAEEEEEEDKADDGKGHEEPGDGPAAKRARRRSRADSCTADEGTTAAAAAAAGGD
DEDVGGDGNEARQAAAVSAIVAAAAEADESTTQEELDFAQAVAASLAQSPTAATAAADSEEEEGQEELPGNIPESEFFWV
EAEWLRQWIVGQRADHNASEGGEAGGGGSEMMEVEETTKAAGEGEASDDAGAADAGDGPEPDGAAVAAHSSGGGPEEEAT
GGPVPRREEEEEEEEGAPEEEGNPGSDESSVCFSHDADGVEGDVAGTTCRIATDDNKEQVLLTEEVEEETPCVFTERLTN
VPLLCPHGGLHPASVSKFKLVTRAAYEGILSTVCMPRPDYHLSASNYYCSLCVKDHIGQKESNVNVSRESGQLLAELEKP
EPSWPPPQQQQREGTRAARGRGGGRGSGASPQVPFAISRKWVADLKVCHDQFLRNAGKSSSNSQGGGGKGKGSGGGKGRG
RGGQGGGAGGEPVGAMRLPDGRVNQNITCEHGNLVGGKSGRRKYRWISPRGWEMVKNLFPLAEEVEYPAGTQPCSQCEEQ
DKDEMKLKLDLRQAKSAELVTGPSLKGLWKRSDALPPRLLAHSRGGSSSSSNSRQASLKARGRPGGGGTLPRFLLVFWVR



SYAALRCGLWGRS                                                                   
>Esil_CBN76948                                                                  
MPSDTTPRRLPSSSARAVSCPSGSQYLEPGFQHGDAVVPHGRHGSRGGQTNRRGDHEDENEDNSRRSSGSRIGGGGGGGG
GGHRDGYRHHDGGRSGGAGLGARGSVRASPSTAPSTSASTEGERCLPSIDGPEISNNPAEDKPEGGRRGGGGGSGGRGDP
GCTPSSARHGRDLDLPGGSSHGGGAQAEGRSKIGEGLLPGKETGGRLSNNRNDDDDDRDNTGSHRSGRNINSDRDEPGDK
EHAYVGASRSSGGSRVDPSGHHVSGGRVTPGGNGNNSGGDVATSRRRAGGSLQSDSEAAGRAARNSSSNTSSRSGNRECL
VGLQNLGNTCFMNACLQCLLHTDALVDLFRGRYGHSEQRLGSHSSASPTHGALAQAFGELVAIVEASPAHSNVSPAQVKR
LIGKYAPHLAGYGQQDCQEFLRFFLDGMAEDLNTRGGGGGGGQNHHGHQRGAKTSPQQQPHIEGGAGASGRHRQQQQRSG
PPPPPPPVNQELTDEQISRLTAEQQADRAWAQHRARNDSDITGMFCGQLQSRISCLTCGNVSFCFDPFFDLSVPLPSGSG
RAGAAGGRGGDEGGGYGGRNSRGSHSSGGRGGESSSAFGGTSAATTTLEDCLRAFSTEETLDGDNRPVCTRCRKRRSSSK
GLAVHRFPPILVIHLKRFQYSSTSRTKLATAVDFPIGSELDLVPYSTPAARPSSSGSSGGGAKNSSHTRSTSRGSTGGGG
GGNGGQPPPLYELYAVCNHMGGLHGGHYTAHCRSRSGDSGNSGVTTGEWHTFDDTRVSPVSTSRVGGAAAYVLFYRLLES
AHAR                                                                            
>Esil_CBN79390                                                                  
MDNPAACTALVLYAADENNTAATAPAAARDSSFDGAENRSAPAAVALGAVGDKIVGSAMKNGGGSEEVQKAAGLASTAVA
AVPRFVGLSNQGATCYMNSLLQTLYMTPEFRSALYEWKHGPQSSSGGTADEGSASAPTRPVVGGDKGQVKQEEEEEEVED
PSECIPLQLQKLFGQLQLSDETCVETRALTDSFGWTAQDSFQQHDVQELCRVLFDALESTFQGTVNEKLVNNLYQGSLRD
YVTCKECHSESSRLDNFLDISLVLRPFGSDKTMKSVPESLEYFLKPEVLDGDNQYCCQACDKKVDAVKGLKFERLPYLLS
LQLKRFDFDYDTFQRIKLNEEMRFPLILDMNKYVDQPGQPADGAASGGNEAGGASGGIVRERSDFQRSVSLEKKKLQGLL
GKVKDGDASGEGNDASDGGTTPKGNDEGAEGSSLEMAGLVDGSVEGEDEGGGGGVTGVPVAVTGTVGTGGDPDADGTDKE
DGSMGSGASMEANGGDVDLPGLEDYWGTSFEEDNPAELPSVSKGGMFGSIGDNRGTAGAEAGSGRGVAWASEENLDVPEE
VAEDPLKLVEANGPWVYELFAVLIHSGSALGGHYYAHIKSLGDDAGWFTFNDSRVTPTDEDDVKRAWGGRWGQTSTWQQR
RMASATAAAAAAAAAAAKAKAGLVSSSVGGEASVGGETTSEQRPPPPTPAPKWGNSAANAYMLMYRRVDPSQNKLHPRRE
EVPDHVARQVREHARKVAEEEAAAAAAREALACTVTTKVVLNGGPEERTVKGDKRRPLRELVDRMAEAFGIPTVAVSAPE
AVDGGGEAVRRGADDREAQDERRSKPAAVDHTGAVEVMEKGGTAKDDTGGSGQQSVEAGGAASAAPAAATPQPPDRLVRL
REFLAGPGLAGAPYDEDSSPAELYFSSHKKVWLETRRAGESWPRFDRDDVNVAVIRFEPAAATTAPAPPAVAVKKPIDEN
DDPLGVGGGKAIPPPPPLPTALFPVLGKFGVERNTRMRASGTVREVRAAFAAFAGTKEERTRVFAMRMDDPEGTYRVLCP
PPPPPPPPPRRCSSSSPRQRRGRRRRSAGGEVGGAVTEEEPPAGGDAAAAAGQEGLSGSAASAPVVGFTTARALVEGTAG
HLGGDPADPPLVAGVEERGMSVSACSGAAADEREVEAVEEGLAGDARFGGSSSGSAAAAAAAAAAADDDSVEEEEDRESE
VVVLGDRGSNIILRIYVEEVPEGGDAGDGDEEEGVSLAVKVATDQPNRITVTLDLTGGIEGPGRMSADKRWTSDQLREAI
AQAIGCPNRSFRLRKCQGNTPEIRPGPETLAKKGFYNLIKLHVSPGRPLELHEEAVTVAPVDVGFRVGLGPAPTSVVLAI
AAGRVRARSSSADSAAVKEEGGGQQELGYGAATTEKVGVGDCRSLKFPEVDAEIGPVAICDTTTAPPSADCSPTLGPVGE
GRGVVGEGDNRPTVVASDLLLTLRGVGAATGGGDSSGGSEAPTASVSSSETGQTTPTNRGIALLASEECKTTPTDREAVA
PFAPPSPPRSSSAVAAAPLVGAAAAASAAHPGSAAVGTGASPEGGVAWAAAAFAAAAAAQDAKAETEALTSTYVEVVPPE
SRWGEQFNVAVHRDSTVGDIRRAVWTEMRRRGLGPRGFSAVGAAADVGNEEEKDDRLPTPGAVSTGHPLEEGWTPGALRL
RERHVKLPATIVRDADGKVTRLRSRPRDAPWLLVAQVLPREEDLGRPVFPQGGGGGGEGGGGGGSGDSGHGSAETGGSGD
PGGDAGGADAARDDCPPQDARVIVVQWWNRWEWRLTEKYEAWVSPTETVASARRRLAEQAGVNPANLLANRCAPNARLRL
FDLRGTASERGDGSGGSPAPEKQSSGTWGGSFSHNKCHWSDLEASRGDQPVGGSAISEGSLVLLQDSSQPLKQLAPATEA
SIAGGGGGGGGSGAAAADSGTTTTTAADAACALS                                              
>Esil_CBN78432                                                                  
MLLRHHHGRVLSNPPGDPQPPPDGKSCPGAPSVPRIIPNHRGMINRENDCFLLSAIQMIRALPICHAAILNFPDATELAP
PRGKELTWAVSRTMRALQESGGTASPLNPTELIGTFFNVFSGNMVQDGEQDDLANTIGTILDKVHSETVDAESQSSLVDS
ARGQMETRTFCQMCHAEKNKRTPRTSFSKNEVMLSKEKWSVIPPELIVSVGRFQRTLCGGYIKAKDKVAVDLLLDKTVSF
GDTTFSASR                                                                       
>Esil_CBN80156                                                                  
MAGLELVGPSSTYYVGQQSHNNSLSNVFSIVASGCPEPSFSPDFPGRGIDSIGRNELSTRSATWRGDERPQFDSGARGAS
RQNGRDADQQTRDIEELARHAEKDIRLPTKEQELYPESQVRPNLTWRWPCQIGVGLENMGNTCYLNSILQCLSYVPPLAQ
HLLNGSYSQGSHATCSESPFSFNGSTDFCEDDILGAMQKLVGQIHQTKSGSAEQQAIRPRTFSDNLRKIGEKFRRGRQED
AHEFLRHLVDKMAGSYLERRGVDPFAPNRLAETTPIHRVFGGYLRSQLKCSECGFCSDTFDPFMDLAMNVEKVDSSGVAM
NERSLQAALRRFTAPETLGAGNEWKCGGCNKLVEAEKNLSVFKPPNALVFQLKRFGFTNGPRKVKDHISFGDKLNLEVSG
PERWANYDLTGVVVHSGKTMSSGHYYAYVRSSAGSWARMNDSVVTKVTLDTVLRDKAYVLFYTRRPPPAPPAVQRPILPT
PSPSLASSSSSPAVGGTAAAGADGASSVGKGPPTHPAAPTAPESNKSRKRKRSQEQAREIERALAAAAGAALVEPPAAGA
VVGGEDGKDPYEAARGTSRRRLSDGTCVGGGVSQSQGATETPVASTPVVAVPSAPPAPSGTTPAVHRPPPPFHLRCPSAP
AGGGIDGEHGLAAVAEEEEEGEGRGDGGDPLQLEGFAPARGIEESGRNGCPAEGVGGDAATATVVSPSSSPGLPSIDEPH
PREDGAPDVVNVKRSREDEEAEEESVAGTERYTSPKRQRLDGDTTSQAGDVLGACRRGTQPH                  
>Esil_CBN80155                                                                  
MPVWCAGGQKPRTKGGEGAGSREGVAGGVDDLARLAEKKIGLPPPGKELYLDSKIKACLRWKQVHRMGPGLRNLGNTCFL
NATLQCLSYLPPLAQHLLKGFYGQGPQGIASRGPRPMGGFREFTKVEILAAMEQHTKQVHQGQFTGLGAISPKVLVQNLR
MIGRQFRQGRQEDAHEFLRHLLDKMVDCYLKRRGVKSSAPNRLAETTPINRIFGGYLRSRLKCTKCGHCSDTFDPFMDLS
MDLSRGVRSIDVALRRFVATERLGSGNEWRCGGCKKPVQAEKSLSVFKPPNALVLQLKRFVFTRKASKIKDHIQFADVLN
LSVSGPERSALYDLTGVVVHAGGSMSSGHYYAYVRSCAGMWSRMDDCSVSKVKRETVLRDQAYVLFYTRRPAPKPVVASI
PPAPSLSPAVKVLSAASAAAVGKPAAPASTAAPETKRKKLVPAPEGKELVGVPPRQGEEGCNGNRGGTSAVPATAAESGG



GPVKSPPPPTVPPSTPLPPTVKAIATTTTTPATTTPATPAGVPPPATAGAATCATTSSRENEEPAAASSAPVEAATSGGG
KAAAAAGGAGNGGGVVAPSPPVVVVVGPAAAAAAAASRTESKGSRKRRRKREMVEAAAAAAAAAAGSGQLGDGGGSGSGG
DKDGGESGDVESCSKRQKKQDGRSPEEGQGGAVNGGAGSSRDHGANGGSVLEGREGHHHHHHAANGTPSGEQKIAAAQQG
DGHQENGVVAGDSRKELENGRSSGKDKGGEERLNAGAEEAHGNAAAGGEVETPGGSNKKKRRKKKRKKQGQDQQAGGGEA
GVVGGGEPAADPAIAAGKRSHKEATAGVDVGAAAMNNKKHKNGEVTGGEGESRSASTISGAGVESRESATEGTAAVAADA
AAPAAAGSANGGGDVGGDGAEAGATSPSVSAAGKDEVGAPADAAAPHAMPEALHRLASAKELQSGLSRKQAAEEHKDKIS
RASSFWDRSLDMGKVKKVKEKKDPQEMSASSSGDAFQAKQEQMHGQSKRRGHREEKDTPRGNHANGERGGRGRRGRGGGR
GMRGGGGNRGGGKRW                                                                 
>Esil_CBN79529                                                                  
MCLTSISRSISLSNNNVYACLVCGKYFQGRGRNTHAYTHSVQNGHHVFINLRTCRVYCLPDSYEVVDSSLEDIKRALDPR
YSPECIAVLDKNTTLSRDQYGVAYLPGFVGLNNLKCTDFVNVVLHALAHVPPLRNFFVEPDNYKDSKSTLVHAFGEVVRR
VWSPSNFKSAVSPHEFIQAVSYASKKRFRPGVQSEAIDFLAWLLNSLHQGLGGTRKAGSSVVFQTFQGLVEVETLTKKKK
AILDDDDEEGGGGVGNARGKAGAAAAEDELVGFDEADWDKKKAEVPFLHLTLDIPATPLFKDSQGGNIIPQIPLFKVLDK
YNGENWTDVVKGGVLTRKRYVLRRLPRYLIFHLARFTKNNFYVEKNPTIVNFPVKNLELKDWLRAEDPGLPKEEDLAGMS
IKQLKAHLNKYSISSKDCVERRDLEEKVRDTLIKTVPELLATKYNLLANVCHDSPPGQGKEGQTDPLSAGCYRAHVQNKA
TEQWYEVQDLHVQETMPQLIGLSESYIIIYERKRGV                                            
>Esil_CBN76702                                                                  
MGVGASHQTKLEREFGDIGDGDGQERFFGLENFGNTCYCNSVLQALYFCEPLRHHLAQVREEDTSGGGSGDGSSSGGGGG
SGGSGKTVLSELAELFSSISNQKRRSGHLAPTEFLRTLRERNELFRGNRQQDAHEFFNFVLNEMADSVVARRKLREEAAT
VQEHKQRFQQNGSHHHRQTHGSNGNTQTNSSQQQQQQDPRRSSTWSKMSSFKGSFGNGLKNASQPASAEGAAPAATPSVA
PAADCTAPSAAVGGHAGGMSGSDPGEGESAAGVDGGGGNARGNRRTSDGANESGGETWVHRIFQGVLTNQTKCLCCETVS
NRDEPFMDLSLDVEQNSSVSACLRNFSSTETLTKKNKFFCETCYALQEAEKKIRLKRLPRVLTLHLKRFKYVESLENFSK
LSHRVVFPLELRTPNMTDAAGEADADGRLYRLFAVVVHIGRGPNHGHYVAVVKSGGRWLLFDDEIVELVNEQVLKQCFGL
ARPASAATNTGYLLLYDCGE                                                            
>Esil_CBN75429                                                                  
MYPTQSRGLVGEMEEVESMIAEARQSLLQGPAACDLQREKRDMMISERLPRTVERLQRQPMTPQVAARCAKTFTVVQDFV
DTCLRSPLLGEGDRARDLRPLLQTLRLLFSAAAPATTAAEGRHHFNRDHGKPLLRQCHGCTRRFWPDDEQGTWVGPDAIG
WCIDVLDIPGELAQYQFPAPPLDDAAVGWTASAADANMWHRVTVVGRPSGVGDGGDSSSSTGADVVGDEERREGKYREEA
MQPGSGGSGGDSAGAVAAETVHQPRSPSSLFLVEFESGRTASLDLSRLNIKFGEAGGMATLAQRLTGGRPSFGEVLETFR
VGKALRTYASSRAVKETNWTLKECAAAALLSVPPESMRAATKVEIAECVSSVRDLALTLSGGGSATANSPLVLLQELEQL
ELAMAMKVFRCPSLERRLAGLMHICGLVTLAERGPGAVTTNGSLPPAGESRTVAWATARAMEDWLVEVGFLEELFGCSMH
VELAKRSEPILAFLAKRNAVSTSQLDLLWSSTVGKHEAVVRVMSPVVLNLVPFLSPHKRLHLFSCVARTPFSKYTEQTLH
LVYLFTVKALEAHRTTKSSPASKPGGDSPAGPHASAAASSQTGATPAGDGKGGLLRRGQVLHCREREWEGYGYGLLWLFV
QDAPDQGTGNKRHGGGSGGEKGTVSAALVSLAAGYLVSLLKEPEVSQELWPLMTRCMENVVARRSVPASLEVLRRAIATL
PAHEAKSWFGGSRSKENSVPGALETLQRTQGLLPTLLEELKDYHASVASYYGTVVGARPSQQGGGAAAAAATAVRWGVGL
SEQVQAVLNHGRVRVEGVTTRYSHLQHIQAKLGFLMFALTNSSLSLAEAHVDLLWRVLVEGALTPEAADLALVWLRQVCA
TVGDASTPAQGGAAAAAGGGGAGGGTAGLVGPLPALPEAALTYLFETKLAVASFHGSGYRPEVAALFGLLFVHVNCRTKA
IRRDVKAAAAAGSGAATAAAAATGAGAGAGGGVLGSQGAAVVGGGGWVRHGIDLDGLDTLWEVVLDAAGSQASLAASDLI
VELHLRLGPKLKSKAARIGAGFVDTCLHYLQVSVSRIRSLRGRAGDAAAPAPLPTASSSEEDTAVAVADSGRLREGASGS
RIGSRHFRRRSSSLPPEKGSTRQGRMMGGASSRSTSVEGRDVTRAMQLEAEHHGSVVVGSGRGSAAAAAAAAAAASPQAQ
IASLHRRAGRCILLLAKFVTKSKEEENGAASGTTRVRVSVEVGPDRVPVLDVRLPLSTVLGDLRCEVARRFRVPAEFLEL
GRVVRRKGNATTEVLDQDGASLEALGLVVAGTGSNLPNHLPTPSPSKTSAPAADVAATTTVNSSFSSSSSPSPGSNNASA
GATNAPPPGVELLARVIGEPSFRGDLASGGSNSNSSKAPKKDDRVSSSTASGAGGGGGGAGAGGAATAGKAAAESGGGGV
GGVPGAAGGNVGQQKQAGAERAAGGGGGGPLADLICMDDLLDSWADDEIPARWPSLTVSSEHPGAVTVVYKDRPGGRRQQ
PWSAAAVASLAEGTAMPPTAGAASVGAGGGATAAVPLPADGATSAETTGTVATTTTTGPAKKLSFRRSGASGNGAAKLHS
SSSFTLPTRLGRWAPRASSSHAEDVASSAAAAAETVADDDGRTTANGIRSPSPPPVSAGRPLLCGSGGGGGGGGGGGGGG
GGIAVTTTATMVGALPSLPSFSSLLASAHGGRGGAAAASGGTTAAGHGDPPSGTAAGGGGGGGGGGDDGVSATAAAETVG
EPQHMDQLFDMLELDLGMDGGGGGGGGGGGSPGGDSRRGLPPNTAVASHEPGGEARAWGSGGLRDGGQCAAERRRGAGSV
AGQSKGAWRGGAARGGGIEPAVDYNASLWHILQALPMDPTVLRDLRSLHKAESSWDALLDPSRCYRFVYALQVVDAFCTS
RANLSGPKSVESVLAWVLRFCRLGGVEHLVAALEVVRRKVQAVNEAGGAAEASRLEAWTLSAALLSRVLHRLFQLNASYF
ESCPPGERWSPATLFHASPPHLLVAAAEGAAAGAAAVPPVKEVPLPRLLGASAAAASSAKEPDPPVTVTAVDLESVGGSV
LSDVVHLLISLLRQSTPVKPLVSAVAHVLTLVGSLSGGGLAGGARALERHPALGSLLRALCIRIPESSVRRSACSVLHRA
SAWQALGREPSCCSGGGVGAGAGAAGAVGRVVASRNGGGEVAAASSTARLGKDGPETRNNELARVLLASLRADLARVQAV
PFARSAGPGAAVRVGLSPVRRARGDVTATDGCGVGGSAPIVVPRLHLVEVTAFVAGLVHVMLENASLSSFPPPAVPPRQP
RPAAGLPQQQELSTNRQTARHPQPQPQPPPLPARPSVLPADRDETGTSNDAARLVASVATAAGGVSRGADTASVNGESNE
GERERASTAAEWLLEEAARRLAAHEFTETFESDAPDHVLITLLHALTVAVSGSPRRKRLAETLFSRLSSSSSSSSSSSSP
GSCSSWAAAGVAASATGVAHVPRPGLIRFLYERCLFPPASREPPPPPPPPAGGNGRPVVAAASAAAASAAAASAAAAAVA
ESSLGPRCKKRESRRAAFALLSALCRGNEAHLRQAFVLLGGRDLVTKGFLDSDMDSGNLGSEDGSASDSSVVAVADGSRG
ESHGVATDASGGAGVRSGEPWDYDPTSVLKESGQHVGLQNQGATCYMNSLLQQLYHVQDFSLQLLGLVPDRRAGGGESNH
PLQEQDEVLLQLQVLFASLRISQRKFYDTKPFCAVFMDYDGQPLRHAEQKDVNEFCTHLLHKLEGSSKQAGSLIDKVFGG
TLAYQVISRDCEHTSERTEPFIVLTAEVQDKESLEGSLQLLVAGEMLTGDNCYLCEKCGQRVTAQRRCAIKQLPSTLIVH
LKRFEFDLSTMRRHKLNHRCSFPMELDMAPWTLENIQRQHGGGRLWGGSEGRGTAEAAAAAAAAAASEAVTSSSAPPTAA



GGNVGPGFFSGDGGASQDSIAAVDSTAAVGAASPSNAAAAAAAAAGVEGGDGGSGGGETEEKEEEGKEAEAPVAAASGGG
GGGGGDGDGSEGPRSPPPVDRKPLWHPEGGVEAGTAGGEGVDGDGRPSSSSLPYAAGAREGSEASGAGGGGGSSTRRAET
LSERTEYRLKGIVAHQGTADHGHYYSLIRAGGDRWLEFNDRRVTPYDPANIPRDCFGGALTPQEGRALDASAAGGGGGSL
HETSAYLLXX                                                                      
>Esil_CBN75129                                                                  
MRTETETLLGRQDLVPRAAAGGAEEEEGEGSGRTEGQQAALALMRLLLLVGVLLPSGRGNGGAGVKGVVGLTNEGNFCYL
NASLQALARCAPFRAHLVECVPGPSVAGRPCPLAFAMSKLYSEMWSDEGGGGGSGGGRRRAETPAEVIRALVKGNRWFAG
NGQHDAHEALRSILDLLHEELRRPVPVSFEPGHAALTAAMAASSAESAAAADTAAAAAATGPSTASLLDDPSQNHHPSAQ
ASAAATDAGTDKNKRPKQGGKATPPATPADGVWSASGGDGGGNERSTERVASGDGATAQRDVYWQSAAAETFQGVLLGRI
TCRTCGRHSDHPDRFYDLSVPLLAASAGSASATAAGGCSAGASSAFTAPAAAAAMRGDRHHHQEEATTTTLGGPGGGEMT
PTVESPRAEWEPSDDQHHGKAYAADQAPGGGDRSSDWGGWRRTRGGWCSATRDDDDGPHDREHEGRGSGGGGGGGGAPGY
FGGLVSSLGVWLGFKSVALEDCLDAFFSPERLRGANQYHCDGCGCKKEADKSTSLLHAPEILMLHVKRFRRGYLWSHKVH
NRVVFPLHDLDVSRWLSDHALESSVNQQRASGTSGGDAHRKSSVRRGSASPDGGGYYGGGSATAAAAAAAESVAAAFSPS
SPAPVLYDLVGLVEHTGGLEHGHYTSYTRDDGSATWYHFNDTITTKVSQDTVSSASPYILVYRRKRPSSSWGPGTQAQSM
RPGAAPAVAAATAAAATASLLASVGIGPAAEEARDVRSRVDIMAREMAKAAGGGHRPPSMNAATNGSTPGAAAAVGGTIG
AEAVGEPQPRLSIGGGGGGGGGVSDTDGEGGGGAGRRASVTRRRKGRGRRPGSESESEGGTGGSNSATKEMVAVPRGVHR
SLVNRYGPRTPAVVAGKPSPLDATTGGVKVAVAPGESADRISVGRGRGRGQGMALVGSSRPLLELTSCTACAALEEERAL
LKSAEQKEGLGGKGFKG                                                               
>Esil_CBN74501                                                                  
MGIRTEAITHLAKTREMGDHGRAAQHLRQVVESLKRTAQVGDVGRSTLEEKTSLKQCPPTILFYLIRFEHVRSGGTFVER
KLSHHVDVPKSIDIAPYTRPPASSAGDPQSERYDLTGVVHHEGETTKTGHYTAFVHLAGEEWRRYDDSKVTKVGYEDVLT
ENALILTYTRRSG                                                                   
>Esil_CBN75923                                                                  
MKPELVVHLIGRLQESADGAGKTGGRSEVLAFVECLAANQGHIILTRNKAVKAATPELLWSLLREPSVSRHKSCEAVTSF
FAQMLQISPTLTTGGGLEGAGPTGYLHHHKFLGQCIDFLREKAECVPPSGVLSEAEEAAVSRSLELVRFLLENFNSLYPF
PGKSKKEAATAAAAAAAAKGQGQDQLQGEGGGKSTAETAKNTTESGADAVAGPQLPGDATMEDVAGAAGGGVVVPAEGET
RAGGGGGDALGAEEEGLPVLLLRELASFRARFPQRVGKHLRPDAAKLVLKHQVHQRLDLIRYIHGLASGVNLSVAQLRGL
WEILTSPAERELCLSFLQEGASTPKIPMDHLHTAFGDKERLFLFRELICKDVNWAGLGMPAYSCFDAFFKRIWSEAVTAA
PAAGLKGDTQAAASAVEQEEDLTELGVDTLWRVTLTSLNKEVADSATNDLLERFLLEVHPLETVGSLRARVASSAGQAAD
FTRLLSGGKTIQVDAATVADAGIKDGASLWTLPSPTALIRGVSVGGSAGHQQQQQAERLRLEELARRTAAAAAAAAAAAA
GGAGAGVAAHDGDVIARQSGPFEELFRLLECAHGLQDPAITKAVWDLLMSLPTQYELARRVKETALATAAAAAAAVTEGP
SAMEEEDVGAAEERAGGANGPGVAPAAWAELLPLERNWHKTVYTLQIIDALLLPAPQVLGAVPWAAETDEFRSGFLQGGG
FARVLEVAMAAPTDGDRDVTLGHASVLRILKTCLFYPPLQVLTPQAPRVGRGRDGRGSGGTGVRKATGTAATPAAAAGGA
NLVARALPPMPPPCPAARAAMDVPDADLQQLLDKLVLISLAAQRRWLASLAAAAAARNDGTDSLSKHDEEMEEKRLYRQG
FTGAPPQNKQPKVITDCLAVVGSILGEKPQMMAALSRNADAREFVVGTLTRNPEPRVRRQMGQLLLGARPMAGVLLSWLT
GELEDLPLGHTDCDEFFTCCRDLVFENLRPRRVASLPPASKADLEVPVVVPEGAGAATGTAATAGGPEAGSSANTTSATA
PPTVTLPTAAAGSGSGSGGGGGKAELDLGALGRALSAKMVSMPRDGHGSCKAVLQGCLELLRDLVEIEGPDGTFLKGAEL
GQDFVGKIFKGFLFTMPEQRGRGMRVERPVCADPATRRAALNALASAARKSPKAMSALLDNVDVFVGRVLPSLRHRWGYE
CSFDAKRPQSGGFVGLKNQGCTCYMNSLLQQLFMVPALRKGILEAKLPRRNLQDFPRELVGRRVAVQWETGGSVEAYVHS
YNERSGEHVIRYDAKDEVTFRLGPGGGRPGKETGAVSLVWGDSPSSRGGEGMGKTMTPDEATAQVLEQVQRTFLHLRDGE
RRFFDPIRLVEACRCLNLEYLVHQQNDASEFCDKLLDRVESGMKAGQAAVAEAAGGGGGGVPAGGGGGGAGGAGKRSVAA
LERLFGGTWVHQKIPTGCSHRTNRSEPFINLEVNIRGKESLEESLASFLESELMAGDNKVDCEDCGEKKDARMRTCLEHL
PNLLIVHLKRFELDYRTFETVKLNDRCSFPMLLDLKPYTMKGTDEREAMEEALQAAAEASGGDLTLEQVTKLHEEQSAKM
KEDAGDYLYNLAGILVHAGVAQGGHYYSYIRDRGKSAYEDGAGPGARAGAADDKTRGDAGDGGRKRAAGAEGGATSNGGG
GGGGGKGVEGGAAGVRGSESAAGGQGAWYKFEDDDVTPFDPQEIEACCFGGTTLSTSTWQGVNTTVEHERTANALLLFYE
KVQPKGCRPPEGDAAGAVGGGRMSNGDHDGDQEMGDSVEAAAAQADESAGGGDENAAPPPPPPPPQGCPSGSAGDKGTAG
DGGGDAGAKERGSLVPLAAAADNMSPVTTESDPDGPPPVGKGGGSAESKLEVVGFGVKKAGAGAVPLLDGVEAYAEEVWE
ANVQYMLNSYVFDTEFHHFLREITAATVGAGDGLPASTGKDADGAPPSVNEWGKGDPSEVSLSARVLEMGMTAVLDVILH
SRERLDVKAWELLLQRALAISPEMCRWFLSSLLDRPRPEGSVYWLRQITLECVDVMARHTAARLIAHACCCGANDPDEAA
LLMAVDRASGRALHSTEFCHEERMLVIVALS                                                 
>Esil_CBN75627                                                                  
MASNTLKRRRSRLSLPSGPRGRSIEVEFMPPPPRRPRTHDGAHDQDGTGPAGTRTDDDSASPESAPGNTRDDDYIYPDTG
GVDDDDDDDMHVAVGQPAGPIQGRAAEEAARQEELARVLAESRRDARSNENASSGGAAEASASQGSSSSRGASGEHVPAR
HGLTNGGSTCWLNTLIQVASSPRTTLGRMLMELSRCDWDDAMKEGLSALWQMVDATGKVTSAEPCTPSIHAGFVGANGIL
KPAGFKAWEQQDLGEAFFKIWELLQSQATATETPLPPPLAATTMTTSTNAPATLVVMINRTGWIDGTGGHGGKDGRAVQF
DRVASLLLRSASGTTRTQRYDVRGIGVHIGPSLNAGHYKAFVAGRNDTWVCADDADTTEVSWRDVRKVNPTIMVLERQHG
GGAAATHGTDVPAFWSAAVAAARGQASGSGGQVPSSNDALGPPNQPVQPVPQNKKRQRAVEPIAGALQELAGTPEEVQKF
LRLSTEASPQQLGLCRALLKDGGAGLLSAKHASNGCRIYRGGATSGSDLGPATIRNILAAASQTRGPVGDMAAVLDGPES
TERRRAEEGLRRLRVAAKAGDVVAFLGVCGEIDVSIHIDTTHPAFANNAGRTEPLLVGWGACPKYAESPFYDPDCPLLTG
KLWRAAVKASPFGGDAGGAIAALNKNNSCSRSVHDRGGNCFDSKTMPPRVRELSRTFLDLTCTLLINRFPNVHALMVLSF
GEVCDQGAARHGVVWSGRDDKVGMFASHHICTIPGGLPAATSNFAGLCLLHHAARDREGCRTLEDLGGERRRSAVAEAVD
ALVGAQDFVAPQKGAAAFDGEKEALRAGVEENDEVFEEAFNAIRTRLGPALFTTQQRSDGGAAKYTAEERGAEKSTVELK



AEGGEASMKKRKQDPKKFQDDCAAGARTATVNGQKVTVREGVWQGREAATPAEEAAMRRRSADSASGADTAWVRDGKLVS
RDTSGAVKITSGGASLKGKADYAEGAALPGGGTSKGTQKGKAAAGKKMQGKKMHSSGGSRGPGAAAKTYVDINAYRTLIV
SSRHRSYVKEDGTVRTSARRRSESKWFAYKDVRGINGGKDIFGLKQFDTNGKERNLSYPSDASGKDLSGFMGLGESNRLF
EGDLQTYARCAAST                                                                  
>Esil_CBN74174                                                                  
MEHGVTIEDASNHARSLVAFEEMLEFLVIRLSQASDALALPGEEGELTSALRELSALMNGLAEDVAMESPAHRRALLRTS
LPASLRAMLGQTYAGESEGVVASVQEALRSVARALAKVLPVTDGAELEGACESLVLLLDRRQAFYRHTGVPGGAAVAGVE
GADLMSVLSEEDWRRGVGFADWVDAVSSESTADVRRWRRAQIVEESSTGRLRLSFDGLSEYHDQWVGRDSPNIAPPGTRS
GQEVERWRQALQRGSLVDALDPNNTWTNATVMDTRERMGAPVVVGVGPMGGDSADKGLDLLVSFRVYHPDGDKEEALLPE
RHALLAGETGQDPGNAVGTLDASPAARREEEEAMAAAAATGGLRGDAPGGGVLADPLGAEGGGVAEAVVDGVAAPAAGGW
GLAGGRGVAGGSDTVGGGAEGGRRGRRYFGLASRDEWISASSARIEKLNSRAPWKNSWTEEAPVNDKEDPYLTEDGSHLV
FAVPRAPVDGAPCLVAAVNAFGRAGGFENLIVRLSPPALEETLPAPLAEAPLPPAPPSTNTPPDDTENPTPPSPPRPPVA
ADEGGVVSSVTAATEGSGKKVPAPAPAVPLEALRSALVAVASVRPLLARRVARAVLGRTATAVSAALKGASDSELRGLSR
ERLDGIVNGFREVLKRGHRSSEAYRRVEWLQLDLALKLYSCPFMERKLQGLKVLADAVAAAETPISSSISQGSSPALTPQ
ELVEWLDDNNFVKALFAGHTQLIRRSGDVVGFLCRERALTGGHVDIIWAAGGGGQDKDRRICVHEVLRPFLYQLDMALLE
RLVDKLRVQPPDEVIEDTVTFIRETAEATQQGGAAPAIRLLDLLWAMADDRSPYRPRIKANAAESILPVAGLRGLRGHRA
QTLQRCVKNVEEGRAVVTSLKVLEAVLQNYPKDATSYEVLSRRDVIHNLEAESGLTELLLRELESYVAGSRSSTLPEDTS
DGSLAADHSNNPPSPSPVSAGPASTAAGVRSLERRGGSDKNDAHLAQVKARLHTLEHVFDNSRLVLSTEQIKRLWACLGP
GPGPGLAGATPGEVSTLLSWFSKACEACEGEGGGGMFEPGVAAELFQELIVSDGEKRDFAATSASPEWFSCFQTFFFKVN
RQSGRMHVTTAPTTTTTTTSPRADAASTAGQTRGRGGGDDAEGMVAATGDGDVGRDTPPRDPDSPLDLVVIPSELSGMRA
LWNVALEAEDATVVDQATRLLNRTHQELAPGLRDRVGEIREEYINTCMAYVKKGNDDSTDLADSNNDALATTTTPGESSK
ASSPSPSPSLLSASSSASSLSLSSSRRQRSVVRALHLLEEFVDETEMGGTVWIRGHGARVRGAKVVLNFENKVPEPNRMA
SSFKVEMHTNSQVWEVRRKVAHRGKMPVEDVELKVMSGETGSGSRNGGYAGGTERRSVEALDRSNSRRLGDLGLRKGDVW
VVSRRTGPAIGRSPLLDASGRLIPKARAIFEQWFHKFENAHGVMDRVGAARFIDSCCHDQCKPTDERVNKFFRNYDKTGD
GYMRLDDFLRLFRDSCKDLPHVVWSNLRAHHYRDDLTRPSVYDPAATNTDERGEATPPEGDNPFRRTASQSQEQDLPLPR
TIISRDPPSVKSLLGVLSLGGAAAAAAWRFLMRLPTNPEMLEGIRRLEGFRSGGGGGGGDKWKALLGPPGSHEMLYTLQI
VDGVLDFLAGSGGLGDGPAGGNKEAFALDGPESVRESVGEWEGVDPEVWVVGFVRSGGFSQFCEAILTRGLFGDGLPEKM
VDAQQACLALMLKVVRVVLLGVLSISTTEGQLDTPAATALSAPILLDDSEVTTAAGGTPEGGGVTAAEATPSLPNPAGNT
PPTGEDAPPLSSQGATGAVAGAAAGDDVPPTGGAEGDGQASPGASSSSEGGATRCGSVYGSGVGVTSSADPGSRERACGL
WACLPRDVTAAVLGAMETPELQTRLMELAGVAADIADASSRTAGGAGGVRQQAGPPRPSETAPGSTAPLDLFGWVGEGAP
ADAMAQEALRLWVGVSRAPARRHGRLPLPSVERRVEGRQGVADDGRSSTTAGPGAAMDGPILKAIFCASDAIRLQLAQSL
LSVCGGTGGPVGSTGGEGVGALTAGSSSPMGGDVPSDDASGNTEEETDDGVLVSLGAGEGSATAGTGSPAPEAEAAASAG
IRTTDGLREHVVRLLLANMPRAEGAGAGPRRRRPSGRRDCTQLFDVLCSLVEESIKGAAAAAASCTTEAEHDRLRVDSLT
ADVVERLLAHPCTERRGAREADQDTLLVGLLKLEVTIVEACPEAALRVGEGLVEALLDDFLFAPPATASTASESLAPTRP
KCKTVASRAMAYKLLAALCRPRFVSPAEGGRGGDDSAAEGSGGAFDVSHNLRLLLEKGLIPLRQLLSKPDVWGYSPSLGE
RSTVGRVGLRNLGNTCYVNSCLQQLFMMEPLRNGLLSLGEGDTEPGSLVGELQKLFGHLTISEKQAVDPLPFLRMVKDLD
GNPIDVSVQQDAQGFLLDLFDKMEAGLKNTPQSSLMSTFEGRQITQLICPKPAAAAAAAAAAVPETTAAAATTVTPPLEG
EQEVEEGFDMRERGEAFMCVSLEVKNMVGVEDALEKFTEKEMIEGYAWDDERRDVSIYKRTVLGKLPPNVVLHLNRFKMN
LDTFQTEKVNTRFDFPTRLDLEPFTKEGLAWRERVEAAGGRGPEDAKRLGLPGPYEVHPRSYYTYELRGVVVHTGTANQG
HYFSYIRDPKQQQQHASSFAEETVEGSSSGSSSSSGSSPASASQPPDADRSPSTASLSTDGVGGGGDESKEPATAAANGG
TGLSQTEAEGAGGVGGADVDGKGPPQWCEFNDTMVKEWAVAGRRAGSEGGERGKEDGGGRIGGLSTDCFGGQQTMQETDE
YGWPRTLRKDNIQNAYLLFYERVDQSYGAGADTASPEEEGEGGSGERDPGNHGEEVAAPAAPAEKAETGVGGVSTSAAEM
EAAAVPPSVFRQVWDDNNKFLLDRQLYHPDMSNFVLDIIKAVRQLASASPATTGDRTKPSPGCLADTPAGALEAKLPREV
PPLSDGVAVDLVEGFLEWGVRYLLDNLARALDNDAFAPLVEELQGLYDLRPEAAGAFLDAETEGGMQGMREMLLLCPDRS
VRVAMRGFYLHLLGILAGAEGDRYLDYDDPPPTQQQLDPSLLADQSVTEGGGGGATAAIAGTPTATPTSSGTASALEEGT
ENALWPAAGDQVQLQEEMEEERGRSSTRLGRVVAGWVSLLPDAARSWGRFEQFLEVIEGVGNMGDRERDLLLNRQMVCRL
GSFFLQEKSPMYDPHKRLPRMGHKTAPPRFSPLVRCLRSLRAHSGETSRWQPRGSVQVESDTDTVSDSEGSRSDDSMRAV
KSMPVGPVAAFPDSGADAINEEGGPLPLSLTTSLAPMDRETLEVTSGSPSSAAAAEEGGDAEVVGVAGVRGSRMTAKERS
RSVALSPGCRRCLNCETLYDLAFEEHHAPEAAAELMCAWAADASKLLRPLSRLIVQGVDSTPFADVDSWLLALRAWLEVD
DTLKVERYQMVLGTGKQEVEPKLLLLMMLQQEKYDKWLFRVLMVVSELMAENAGIGAHVSKLRSHEMLPWADWMTKHLMD
TYDAYGSALGGVGPLRVKEMDLIQIKENLSAYEKAYFGHTAEERLVDMTRRARIGPAEGEPGVTRVESSTSNGVQVEMLD
ATDTAMMMLGAGGGGHMTMAGGFPLKRFWRVTNHRMDSVTFTFKIEPTPSRLDTVYPSRRPNYHVPAGRDVTLLLKPRET
AGIMEVDKLDLTREFQPHPFNWVFEALPETPTATEGAATAPPPAVAVAAAAAAAGEAVPTTVLPTALTASDLLEKQAQLE
GDLGEAARVALKLEQEEAAEAQAAAIAAAKRAEEHELSQAVAATASSLPVIPYEVVSKVKADGISSSSEGKVGDAGADDA
GRRAGDEAEFWAVRAEAGPRVEDEEHGETVLFSHEGSGSADGGGSTSAGETAAVQDADTADGSHPEDDSSDHRVNI    
>Esil_CBN74051                                                                  
MPVVESDAVSEEVLGLIRPHFSKVKAPSTYDKVYKDECMFSFDTPFSPGGLFVSLANWQGFGQDFIGLALERGAGCLYVH
QVWKRVPKAAAAAGEGANDASMDTTDDSGGSKADPTVLALGVDGGFRTDEQKYDIVKTHRLVAFKAGGGTDGVSVSYPDE
ALPTIVSQAVDAIIEHQGAAEQTEGSQWVADNELIVSKYADTLEHVDSGRRISSEPQDVGVRKQRKDGEPLAQPVHRQAP
CGVSSRDRCLEVTKPVPYVLLFPRVFPGYIGSGRQNWDGSGGTGAALRHYEETGRKYPLAVKLGTITPNGADVYSYAPEE
DSMVKDPKLAEHLARWGIDVLKVEKTDKTMAELEVELNKSYDFNKITEAGAKLRPLSGPGFTGIKNLGNSCYMNSCLQVL
CTLPEIGQKYDGTGTEVFKTAPEDIASDFPAQMSKVASALLSGKYSTPAQAGDAEKAPAGDGKGEEGGEELVVVAPRMFK



YLVGQGHAEFSSGRQQDAAEYMQHLLEFMRRSERTSAGRLGGGDGARETASLFQFRLVDRLQCQQSGTVKYTTQAADNLL
SLQIPVEAAVNKTEVEAYKERLNKRQKCDPKATTTNNEEEVEEEIKPVVPLSACLARLAADETLPDYRSPATGKAGPALK
HVRLGNFPRYLLVQLRRYYVDTDWQPKKMDVEVEVPLTLDLEALRSTGMQADEVPMPEGDDAVPPAADDPAAAAAAGSAG
SGAQGRAVVPDAELVSQLMAMGFQENGCRRAAVAVNNASAEVAMNWVLEHMGDADFNDPLPAPGASTGTPPAAGGGGDGD
AAPDPEALMMLVSLGFTERQASGALKATGGDAARGADWLYSHTDDLDKAVSEQLDPKAAAAGGEGGGSASDAPIDDGPGR
YSLVGFISHVGKNTGCGHYVAHIRKEGRWAIFDDRKVAESEHPPLSLGYLYLFKRDE                       
>Esil_CBJ34030                                                                  
MVGQCAPRLDMGCKLPCQKESPDYDLIATANHHGSVHGGHYTATAKNRVSGDWNLFNDERVEGLEANEVQAASAYVLFYT
KMSTLEESVQDNEDVEGVQGQQQQGPDGAGKTNATSTSSAVGGGGGRRNRRSTSPAVMGEGSSALSGVGGEVDPKPGSPK
RSVAVVRRQSVSKPHNWPHLHTDEFEPSFQPAFQPPGSAGLRLPASQVMEVCLPGDEPGVSSATGANNRGSSGGGSPSGN
GMLTRSMAEHGYGSPLSQGNETGVTLPDVHRDSPTRSAGGGVADTGAPGGSRQKHGNLRGGGGGAGDGDTVSGRPS    
>Esil_CBJ33989                                                                  
MKIFFSDNNPFVSHRSVGVACFAAGLQNLGNTCFMNSALQCLFNCEALADYFLGFDWKREINRGNFLGHKGLMASAFGSL
ANDMWRSDKASLRPGDFKTQVGESMPLFAGYEQQDVQEFLAFLLDAVHEDLNRVPNADRKYVEAKEAKEGEAEEMVAMQA
WKGYLERNRSIIVDLFQGQLRSALQCSVCGRRSVTFDPFMYLSVPLPEDMNMNNGDDEGEGRPRRGPGGGSGGPGISLEA
CIRMFCEEEVLDGDNAWYCSNCKKHQRATKKLDLWKVPPVLIVHLKRFAGSSKISSLVTFPLEGLDLSEVVKSPQVTQGG
KLC                                                                             
>Esil_CBJ27638                                                                  
MVNCRYRRPVLNLGRRGFDGFDFSRYNTTELAGLENSHAHAYVNSILQALYFVPEVREAALREQYNPLHYSPMSGRATSG
LSCELGFLFHQLAGAKDMEAKHRSCQATNFLRAFKEVPESVCSVRAFKEVPQVLALGLLEDPQSKRAIGLPRRVEALHRF
LLSQLDKEAKEPALPPAPSQPTPSSQPSKAGGAAASGSKKKEPKSKKAKAAAAAAAAAAALEAAKAEKEAAAAAAKKRKA
EKDAGGSGGGGGGKRSGSTVDRLYGYGTRTSNAFLHDKRTTIDVKHTRTLVTEMIPVDHPGHPAPAKYFADVLARSLCRE
TRARAWCEETSAYAPIKQKRCPVSLPEVMPIHCAAALESSEATKGAFAGKNIRGGTWLPQEIEISLLEREDGELCVVVGE
SADPPASWVQALEAEDGKGATTTATTAAAAAAAGPTTPGDKKDTSTSPGKAAAGTGTPSKQQQPSPPPKGKPEQQEQDRE
GWYFASPLTGKAGEAAIAAAAAAAAAAGGGASAVPAAAAGARAEEGDGGAREDRWVVDGVRQYRYRLMSVVSRVVPVVKG
KKKEAGAAAAEGGSGGGAAAAAAAAAGTAAAGAGAGSSPGEADATIEEGHLVLHVRAPVLGGKPSSTDNTATPTKPPPPA
AKKDARKDGGGGGGGGGKAKGRREGGAAVASPGATGGKNGGSDSSSGSSSGSGSGSGSGSGSGSGKGGAAAAAAAAVDVR
DMTDTEGGGAADGNASPGGGRDADRGTVRGEEEEEEEWLMFNDFLVEKTVLDDARGFGPEWKEPCVLVYRRVPSAEEEGE
NARRAAAMALTKKRLAITPSVFDIAPLSKNRPVSQVVRLPPDRLPGKGDIVAIDAEFVSLTVEESRLRGDGSKVVTKQGR
QSLARVSALDGRHSGSEVNAIVMMDDYVVQSEPVVDHLTRFSGITPGDLDPATSRHNLHHMRTVYLRLRWLADAGCIFLG
HGLDNDFRMCNLTLPPSQVIDTVHLWSLAGQRKISLRFLAHYLLKINIQGETHDSIEDARIALALYNKYRSHVAAGTFST
TLDALYKYGWEVSWKLDGGVSA                                                          
>Esil_CBJ33952                                                                  
MTESTVQDTALRAKRVSLQDCLQKFSVPETLCEDNSWYCSRCKELRQAVKTIQVWSLPEVLILHFKRFSHAGPNRGKVEL
FVDFPINGLDMSPYCRGETLEGGRPMSALYDLFAVSNHMGGMGHGHYTAFVRDWEGSGMSQDWHVCDDHDCRPVPEARVR
TAHAYVLFYRRRPLA                                                                 
>Esil_CBJ27155                                                                  
MNTGGTASRWTRVLSFLQHAIGPESIKGGNQAAATSVLDRDQGGSPPPSSGLSGEQLAVTGIKNLGNTCFLNAVLQSLAS
FHVFREYLEELYNCNQRERERERDSDKVCHGAESVSICKHTEAPDGPIVLPLCAACFHLLLPFDAED             
>Esil_CBJ27154                                                                  
MNTGGTASRWTRVLSFLQHAIGPESIKGGNQAAATSVLDRDQGGSPPPSSGLSGEQLAVTGIKNLGNTCFLNAVLQSLAS
FHVFREYLEELYNCNQRERERERDSDKVLSTKPLENTVFTCELLQLMKDLEPQVPPAPPVTPIIPTKLRKLLRDRVDTFG
KEDQQDAQELFQMVMRLVGEEAALCIKNRSTSSTSRTSAPGIRITGGFADLMDTASKEGVLKNLPENPLLGSLMYLRHCR
GCQQKSGRLERFVDLSLTLPEARNPHVAGPGVPSPPVNLDKILEDFTREQLVEDVECPKCAMRSAMEAHETHDEESESEE
EEEEEDSDDEEVVVPLQRVRADMRMLLATPPKTLCLHFPRRHQSPSGSEMKLKQRVIFPAHLNVARFCYAGGCHTDSIGV
PTAFQMKSMLANSLPQLPQGHAVKTTPGSAGLPPEALLPTPPPPPSASSPPQAKALQSPQSLPGYKQALVGGSAQEASTA
YSRKELNGLRSGSGGSGGGSSVSGSVEGGRDSNDVGSVSGNDGAMEYDLRAVIVHRGSADSGHYTAFRKVDSDKGEPVEE
EVPAGSERVSEAPRGERKGGGGGANKEWVYISDEEVERVSEKRVLSSQAYMLFYRQGSR                     
>Esil_CBJ48811                                                                  
MDSLKRVWSDVTSGLLSRREERSPERSDELLPSAESALRLARTARGGSGGAAGRGWWFPGQRARRRRNLARAAERAAAKR
TEAGGGGAAAAAASALPNGLANQGNTCYLNSLLQALYHAPGLREAVFEALTGGGDSETVLALGTVFRQLEQGGRPASTLP
VTRAMGVDPTVQQDAQEFGRFLFMALEGESDIQGSSPDTAAGEAGGDKEVGGLSAAIKDLFAGRLMSYVECVDVAFTKEK
EEAFYDLPMDIKGSGTLQKSLDRFIEAELLSGDNRLRAGEHGLQDARKGIRFLQLPPVLQFHLKRFEYDPYQGDLVKIHD
RFEFPTELDMSPWVTPPPLSPKDGSNSHSDSHTDAEDKADKYKLSAVVMHVGGPAAGHYYAYVRYREPPSPHQPSEDNAG
GSGSGVPEAAATAGVVADKRGAPPSTTWVKLDDHRVTKVFEGEVLRDALGGGGGVYRGPGAELQGFFGQVAGSGGGGTAS
AYMLQYVREERVGREATEMASALEGRIHEDQASECPEP                                          
>Esil_CBJ26870                                                                  
MSKSIKAKCRVLHSRKTTNRPVGQAVLEDRLRFDADSKTITAGSKSKMKLSDLEVPPQEANGEVQLVSRNMRIVTDSTTD
SRELLASVKEAYRLESGGGGGGGGGGGRKRGGGSGGGGTPRTKAFKPLNTLNLVSRPPAQASRGGKRGKKMASVAAAAGG
AAGGDAKRHRSALGGMGAMSSGTLYRGGGGLERRGSGNDRRGYRAGCDDEEGRRRRPTGGVASTARAAASKAAGRGGGGG
QQLTRYMTHREPLSRREGFRNMGNTCYLNACLQGLLSLSGFVGDLRRKCWVLAMLKPPPPAATGGVDGDRVDVAGGGDGG
GDDAIDIRDSPHPRAVAVNDDDEDGGDTPTPPPLPPILYEALLRLSLEARGSHGLMDASPLKRAMDRHSDRFAGNLQQDA



HEFLGDLVNVLHEETQPRLDIAAGYVGKPLAAAAAVSGGGDKGKKVEVAVGAERSGRTRKTSSGGGGGGDGGFGSGGGGG
SDIGSGDSGGGVTMVDLSSTDSGDEGREEPDVYGGGWDDGEDFAAAAEAAAAAASATATASGSAGSGGDGGGGGGGRNGS
GGGGGGGVFEVFDLDSDGSCSDDDRNGTTAAASSPPTAPKLSTTTTTARGETRTEGGDEDGEGPEGGREDEEALRQKERL
MPTTRHFHAEVEATLTCTKCSYSRRRRELYRDFSLDVPEPARRKQQQQQQQQQERGGGGGRTGGGGDGGVSGLGDLLDSF
FQPSELSLRCERCGHDRVRAEHSLAELPGALVLHVKRFKPAASAPPPPPPPPPKAKVVESASEATSPVAGSAKSPLLPPP
PPVGRSSIAPAGASATAGVPSPEDDAGCAAAVDAGGSSEGVVASTPPVAVVGGGSTGASSRSGSSGSGVTSGGGGGGGGG
GRSYGGVSYVKLSSPVSVPLELDLERFCSGYTGNAPAEDLGKQVDSLDGLGILPRAPRSPSAFASLRAAGTGLCAAIRAA
PKSAAAASSGGGGGGEKRASDDVSVDLFAREGWSSTSSLTSSGRDGVGEGGGGGSAAPGVNRRALGPLGETTNSSTGGGG
IGDRRRGIRETVAERRERVAKEKENSSAAAGGGDRWADQDETTSRNRSHKLHNNVCLGPDGKVDYLDTLRSLNKPNSAGG
LRDRRRSPLPGVGLSPLGGTGRGSGRLFSGGDGGGRRSDLGRSDLRMADHASAGLLAQRAFKRKRRQEIDDDNEKQLEEA
LAASKREAFGPEGEAQEDEAADLAKAICLSQEGGGGGGGGGCSDEWACAACTFINEASMVACVMCGTPMSEPPPPPPPGT
PPAETEMSSLAGDGGGGSADGKSGESSGAQRRGSGARGGGEEEAVVALGDVRQWTAEDASPQPQPPPPLGRGDDAKKKQQ
ESPPQPPPEQPQALRVPRKGPLRARYELRGILHHLGRHAFAGHYVTDVREEGGGGGRGGGGSGGGGSGGGGDGGIVGAAG
SWGGKAGREGGGRGWKRYDDSVVSPLTEAEALGGEAQRTCYLCFYSLVEDAGVDDDVCEGLSPCVPCRVDDDVCEGLSPC
VPCRVDDFLATVPPSSSDAVSPSHGRRT                                                    
>Esil_CBJ26815                                                                  
MDCGDFVHAGCHNDGCNPIVQLRFPGVLPVEPLKVDYTSARDVAELEEDFGELMQGIEDWEGCASHACPAFYHAEEKKTL
QLGTSPQSLLVPIFRNVTGSKITRDVTFPLDDLELITTEAGGTPTTTHYMAVAVMQHWGPHCTSGHNVTLVRKDSNAGSD
WWLCNDEDILSVSSACVARNAVAVLYRRVPDS                                                
>Esil_CBJ26808                                                                  
MARAGYFFSAIIALLLFMVTNNLAQALDSSAFEASLDAAEEAVASAMRAARARAGHVDRPVGTSAYQVPVTASEAATNGD
PGEGLHDGKMATADGSGTAKYDAPRSVDVAGTLLDDTPPVPGEVLPASSVACDSVTPENTVRDEPIVQAPAPSAPTGVET
EKIRDLDGISGDLAPALASPPVAFLDALAAAEDAAASARRPLVQDVRNLVDQVPVTAAGAATNGDPGEGLDEGRMATAEN
HHSAKYDAPWSVDFPRLGGSTTLCSEDDGQDVSDLLVVKSPGSDQRDVLAAASAQTAPFVDGNGDSPNLPVVLPPHAAAE
KGPEQDDGPEGTEVESQRLPNQDESSTEGDHPEEEAMTNGLSRPSSSSRIGARHVATHDEPQICGDSAPGAPASAASDML
SWVEYKHLGIAVVGLLLLVLTVKSMVEMKVVAVAMLAMSLARGRVPHGRAAEPRRRHPSRVGRVVLVVKIAMVDGPRALV
SWVSDRDWVRSTSSWTGGICTYVALAAFGMLRSDVTSRIKNWVASVLTGGFSVVRNQVSRARAVDLLTWLSIVEETWMSL
SVVILAATSKITPIDESSPYMKVMSKSDMAKWNAWWYDYRWVVVGMLMPLFLGVMRMVTNDIISMTMLAMCRVRGRLPQG
RAATPYHWHTLRPAVVAVVAKIVVVDGLGGLVWWVSEQVAANFVSGWREVLCWSVVLGSGAYMRSYTLDVISSITNGMVA
VGTWVYSTVFHQRSPGRGAESPRWHPFRAATAMFTAGLVAMVVDRIAETGGWSASVVWASRGVTVFRSRLPLTFQLVSVS
WKTLGVAATAAALMAWVMVVYVAAAGLFFVCTNRMTFPIRILVWIFELYDKWGEPNTVQLALRVGLHRNVLCHAHGTDAS
LKAALFSVLSRLEPGDNYTQVLVVARSFQDECDLSVLFHKFAALTDTPMTVSMALHSDWQEEVRAQVVIGTASTLSILLD
RGVLDPSNVTAFAVDLGNDDSSLQEERYSSARALFSVWAFTALCYAGYWVLPLAFPSFTSSATAFLWELFAALGRVTVST
AGLVATLLCGLSALLVHATTIILALPSFTAGLLAATVGLVGNLLRGLFTSLVHPSTVIRVFSSFVGGLPAATAGLFATLW
CGLSAVVIHVMTIIRVLSPYAGGLAAATAEVVVILSQALSAVVVPATATVIRGLSVCACGLVGLLRIVVSLWSELAITTM
AGRLLWILGRQEQILSTPATATLAVASPRAASDATNATNACVPKEKVDGSAASDATDACVPKGKVDGSAASDATDACVPM
GKVDGSAASDITDACVPKGKVDGSAASDITNACVPMGKVDGSAASDITHACVPMEKVDGSASSDITNACVRMEKVDGSAS
SDLTNAYVPMGKVDGSAASDITNACVPKGKVDGRAASNITNACVPMGEVDGSAASDATDACVPKGKVDGSAASDTNACLL
KGKVDGSASSDITNACLLKGKVDGSAASDATNACVPMGEVDGSAASDATNACVPMGKVDGSAASDTNACLLKGKVDGSGA
PASGSALPGPGSAFLAENSPPPLLQCAPPSAPQPSVKPQGRVKTSSTQTAPNVCVCLDVVAQPISKPQWSLAASSTQTPT
APWVSARVPRGITNGSETVCYNRCFLNSVVQLLRASPRLVSLLLREAKVGPAARLLEGGRLWSDPAPRTLEELQNDLLYQ
LAMVLKGVKLRRQEDAVETLQVFVEAIFSVFEPEEISFMDCGDFVHAGCHNDGCNPIVQLRFPGVLPVEPLKVDYTSARD
VAELEEDFGELMQGVKDSGKTELSFLLNNIEDWEGCASHACPAFYHTEEKKTLQLGTSPQSLLVPIFRNVTGSKITRDVT
FPLDDLELITTEAHGTPTTTHYMAVAVMQHWGPHCTSGHNVTLVRKDSNAGSEWWLCNDEDILSVSSACVARNAVAVLYR
RVPDS                                                                           
>Esil_CBJ26739                                                                  
MSEEGVPAAPPAPEVQREMIAEAMKLEMKQGQVWYVLGSKWWQLWRAFVRFDDTKEPPPSAAATESATPSSMDEDGVLVK
AEDVAGVAVKADTNEHRVAELSLEEGGNSSGGGGERASSFTERAGPGPIDNRTLGEGRELRETLMEGEDYVLLHNRAYEL
LEAWYGGGPRFKRWVVSLGDDARTQLTVELFPVRFMVYTCLPDGRADEDSVSVQLYSRAKTMRQICADVKSSLNLTPRVD
TRLSLKKLEEAEQGTAGGAAAAATGSGAGSTEGAEDDGWQAIHLEEVSQSLHEVMGDTQSVALLVETKDTSDPAASTSFP
RDHILLRWRLNLKAGDLIDARDSDKNWFESRVTEVDVDGDPEQVKVHFLGWSEKWDEVLKRSSEALQKLHTFTTPWRQDL
QVNSKCEVSSCRNEVKKWYEATVGEVKHEHGKRLLYIEVSDNDVGSQWMPEDSEDICKAHTHINKALPARTHKYATLTPS
RIIFCPLKWCRVTNPHVCHGPPQYPHPAVSGRSRSGSGSGTGGSYGFYRTNTKAKPITRGAVGLSNLGNTCFMNSMLQCL
LATESLSTYFRSQHWKREVNEDNPLGMGGKMAAAYAGLNDDAWSGEYSVVVPNTVKKVVSQYAPMFAGYQQHDASELMSF
LLDGIHEDLNRVHKKPYMETVDSAGRADRVVAEESWRRYLMRNDSVMVDTCTGLLRSHVTCPECNLSSVTFDPYTSLSLP
LPFDTAVMVKVLFHPLPYGSRPMEVAVTLQKDNTVRDLKTAICQRYNQERPQSKQQQQQQQGGGGLLTEDLLAVMEVWSS
RVFKGMEDSCPLSDMKPTDDFAVCQLEFPLPSSCSSEKGGGSVATAVPPLPGGGGGSSSGQTSSQSTGEADGKPVTSGGV
DAGAGGEGGGGEGDGPSVLIDLLLSTYPHSTLKGKPRRITCRNGVTNNEIHGIIRRHMARLVPSLNPTPKERESGTAVGG
AAAAAGGDQAAQEAGISTTRSSSNSGDSSPFVHVKKSPAVVSDGDGDLPSPTSAGAAKAEMDVDDVWGGDSATTASSGGA
TLVSSSASASPPGDANAGGGSSVVEPEGGAAAAAKGKGKEEEEEGEVVDALPYKVFVTDYSGSTTSATKGIGAEVPMNDE
PFEAVSAYRGYSTRGSGDESTALKVQFPQDGDRPTYEPHSLVDKDELEATDTHPSVRKAEEAQNERQSVPIDSCFEKFTE
CEELGQSELWYCSRCKTHRQASKKLDVYSAPDVLIVVLKRFLFTPGALTVYRQKLDTHVSFPIEGLDLTRNIQRAGGPIF



KEAPPVYDLFAVSEHSGSLRAGHYTAIAQNSEDKKWYSFNDSHVSPTTPDKGPSSEPYVLFYRRRSGVLRWAGLGRDHAA
>Esil_CBJ32461                                                                  
MGCSIFLVPPPFAGLRPSVLRDEIAGRLSSAPASASSPVCRGHPSPQTGETGFAAARGGGGDGCVQGATCQTEAGETVPR
LRPSVLRDEIAGRLSSAPASASSPVCRGHPSPQTGETGFAAARGGGGDGCVQGATCQTEAGETVPRGRTPEDAAAAAAAG
SSGGGGGGLRPSVLRDEIAGRLSSAPASASSPVCRGHPSSQTGETGFAAARGGGGDGCVQGATCQTEAGETGEGSGEGDA
RIGGAVRAVVGLAVASGGCAATAASCPVTAGAVAKKLQKDTRQWVLEMRDGRKAKKQGKKEEKKRREEESAARRRRAQKS
QPASAAADTPKHGGGESAGATAIVKPKAARHKTSDELAVLAFQRRRGAIHGERRDRGSTTFRQHRRVWRWGGLGLAAPTA
TDAAPPATAATANTAATAPVDTAAAPTAAAAVTPTDANTAATTTTTQGAALSSGKNNSEISGGASSGGAKRKPPARPLLG
APSKRGLQNSSSANLCCVNAVLQLLRHCPQLREGLSAYPRTFSATNAPGNSSTRAAKEKREKQLATRGMAMLMKLQRGQQ
GDAHLILMKLLDALSVASESGGTVSSGKDTKEHTLTVPLLSADGNGKLPGDVKALLTKKFATTSLSPCYACQGLAEVRAH
KGEWLEMLRHQMGGTTSVSESVEAPQTAEHACLYDIVELLLDQTMAMLCPRLEGESSARRQTMESAASRLRPILRSGGAE
DAIETTLGGGVVDDAMILLLEGITLLAQTTREEAPNQRAAEYVRRISESLKGKAQHDSNVGLSSMEEQSWLKKCPRTVLL
YLMRFAYTTRGEKLIHDVYIPKEIDMAPYIGPPTSRAGARQPDMYDLNGVVHHIGQTTNKGHYVAFVRLPGEGWLRYDDA
KVTGVTDSDVRTQNALILSYTRRSG                                                       
>Esil_CBJ31269                                                                  
MAHLGAFKNMFEEIDDSSGPTVQQGDEEALGRAESGFVGLDNQGATCYLNALLQAIYMTPELRHGLYAVDPKDLGGDKYE
AEREQDRENEKARLAKERARLKKQEKEGRMQPDPEIVKGLLDMSFSENGARRAALKTKNKSFNAALDWAMEHSEDKDFED
PLPGYDDDDVDGGGKKEGEGAGGEDGGASGKKKKGSKSRNAKMIPLELQRLFARLQLLDARTVSTEDLTERGFKWKNDEG
RMQHDAHELIRLLIDRLERDMKLSKVNAGLVSALYEGDLANQVKCLHCGHVSERREKYRDVLLQVAGQEDLVTSLLSYTR
PERLSGDNKYFCDQCQEKQDALRSQTLRALPPVLIFSLNRFEFDFETMERVKVKQEFKYPLTLDMEPFVEGRAWSGNDNS
DESQVPDLAGDPEVPGTCRNRQKWVPQAWNDAQAEAITLQTSLAATSDPGQASKFDGDGGRAGGIGDGLRREEDEGGGLV
YELLAVVVHRGSAYSGHYHALIRDCLQEGRWLPPSGLNPSQPADAGEDEEKEGVGLGGDGGGQEESKKSDGSLGAGTGPH
RIGGKTQQQQQQQRPMELLLEVFEDAPKHQELEKPCLQLKELRAKTRSRLGGKRWDKVFKPRLDKFIKDHADVFMLQETE
TNGVEVLLLHRPGGGEGDAAEPPAGNAAESGVGGAPGADGSDPELEEVLRLSLQQQSAGHQSLAPANGTALADTAGDGGG
GGGKGLAASKAVPPGAVDALASEKHGRWFSFDDRKVTPISIRDLQKPFEGAETAYLLIYRSRSLDQEAGSPVSPADIAAA
VSASSAGSGGPRNLPGGLHMTSVPPSYWMDKVDTENDSLKTAKDSKEADLHGIKVTVWVPKLLQVQMPHLVPLDPSSSNL
DQLPEALRSPLVLHLDDRQTVKDLKKEVVKRLGEFCREMGVSDMGRARLSELTAHGPGMYPSKHLPDQPGHRANSPRRRS
NHHRRRGGGGGRQEEDAGATSTATVPTLGDLDWDQPEGPLVLLWEGRRIDGVEVPDPGPETRPIRLVVSVLKASEDMDQS
AWIDNILEQAGGFGRVPERRGSRAETSQTWSDLYTRAGVTASEVVELVSNRGPAEVSTSKMCISLLRNFSSAVAPDYLDS
GRKRASERGGGGAGAPQMEAVQIAGPSGVFEEWQSSGLAGKGGSGAELAGLELSEGSELLVEEQGAVNKLIAMTEFSSLA
EMEAARRSRLVRVEVEVDDDLVDTLRSHSLPLAHDVAVATHEGQRVLLHLECDVHATSIPHLKAFCLLGLVPALKENTIP
SSQIQALLPPPPPPTRGTAAAPASGAKEELALVGLVKTVRLENTKSGNTLDESSTGASLFATRISEGAQLMLQWGAPPAT
GKALVKFYVRVGNSTATARDPTRSGSTFGPLEVIADLKEPVSALKARMVKKAAEMTYIVEDDQERRDSGGGKGGKAKGGD
AAGEEEKPEGGAEGEREAGGSGEKEAGAASKSKKKKKKKKGGGGGEGKDGIPEDNQNNTNTAAGAAAAADKGAATDDNGN
KHKVDVDGPLFQDRLVEESGILGGQEIYLEDGRVPRPRELEITVLAYAPHFLGLAAAAAAERLKAKVSQISEISDAAADA
NVGNGDGDGKAADPADPARGNAAAAAAGGKSALRNRSTTSSSKVARGGRGGKGEGGEVGSVPTGLSPSAVWPDEEAARKK
GDVERFRGDPVRLLSLQRQLSMRTLGHFHIDERRSLTELRAILRGLLSEGLSKATKASMAEAMRAAKEAQAAAEAEAAAA
AAQAEAGGGGDADGEVMDANELEDIRKIMMMKNNKNPSKSRKKRSSHGRGGGAGAHGSSSSTTTTTTAAASATPTPPPPP
PPAGETTVPGTVDAPNGLGSSSANCSAAAGEGGGDKLAASIDREWVKEVKEERADSDDEIPLPEGMPGFQTLEEAMLVRE
LRKDRLPGKIIRSSDVGGNTAGGLFVGQTISELNLCSSVALVLCLRPRLPQTPLVQEASMSRREKLAEELLENGQANGDN
GPAEEEKGPTLEEQKQQLQEAQRQLQALEANLEDMQKKRDVDIRALELGWTTYNKASKNNRSPEQDRSMKAWKKELNARK
ERIDNTHLKEERPLDKEVKSMKTAVEKMKRSVKKTEKEEDREKAAAQGLESASIFTRVKGVLFSGAKATFGFGRTDDTPD
DNAGIAIAAAQLKSNREQESIAMEKETDKELEASDWGVPKARGNANSSGKKGGGGKGAGKKSAASSSTGQPGSAGAGTGA
PEAAGAASASASGSSAAAVAATAMASPETTLADLLRKREDEVERRRTDPVTDLHLWTFWRKNPLGDGGTLPIDEPEWPGP
LKEVIVEDVSQPTLDNLHEALGKAYGIPATRVRAIKHNWGKHQWVRLTREMGIKKMKKGKKGKRLVTNLREAPYSFKDGD
VVAVVDKMEDESGEADLARADDEAYREHGKGQAKTKKDKKKKKKKKPASKRAVPEVGLTLGGGDWDDGDDDDESDESDES
DDLSDMRF                                                                        
>Esil_CBJ31209                                                                  
MVKPNSTVSGRDSPRETANVGPAVFTEGEEAPPFGMHTTPEDRPLPPDHPGGKELVLYQPLPFAVDCQCTAGADGGESRE
GGLPDPKGGKELMLYQPLPFGMVVQDTAGADGGESREGGSPDPKGGKELMLYQPLPFGMVVQDTAGADGGESREGGSPDP
KGGKEQMLYQPLPFGMIVQDTEGADGGQSRDAGSARAVVSDAIGTSAWVPEGPPSHIAGVDSEDGAGDELHPLPEPLHAE
SVTLETVLDSAQSDDNGLLSAREVSPALVRWGDRRITQKHLAVVGVVPAISAGAVVLFLCQWRSRRTRLRQQALGLARQG
ALRRVILRDAVRLRQREVSSFWRLRLATATGVVTGLRAQGERAAAEHEATRATDREDAQEQQEAAVAEVTAVETARRELA
ETALDEKCEAAAADRVEQQARIEKLEAQIHSTEESRRVAKELQRQQLKKIEKEIADKTREANQRQHRQRQQVQHLAKEVK
GKHKEVAATARALTEARRDGAYLQMERDGLGVALAAKEGALSATQDRARVEREEAVANARRLEGQVKKLETALETSHLAV
TTAEAATAGARAEAEELQGKLDAQQGRRRGRLCAGCHLPNGGGRDGLRPSVLRDEIAGRLSSAPASASSPVCRGHPSSQT
GETGFAAARGGGGDGCVQGATCQTEAGETGEGSGEGDARIGGAVRAVVGLAVASGGCAATAASCPVTAGAVAKKLQKDTR
QWVLEMRDGRKAKKQGKKEEKKRREEESAARRRRAQKSQPASAAADTPKHGGGESAGATAIVKPKAARHKTSDELAVLAF
QRRRGAIHGNGGTAGRRPSVNTAGFGVGVGSVLQKPSVAAAAVATAATTAATSPTADPAATAATVNTAATATASATTPAD
TAADTATPATAPTATDAAPPATAATANTAATAPVDTAAAPTAAAAVTPTDANTAATTTTTQGAALSSGKNNSEISGGASS
GGAKRKPPARPLLGAPSKRGLQNSSSANLCCVNAVLQLLRHCPQLREGLSAYPRTFSATNAPGNSSTRAAKEKREKQLAT
RGMAMLMKRMDIPSRRGACHVHPSLANYIYNEDDLQRGQQGDAHLILMKLLDALSVASESGGTVSSGKDTKEHTLTVPLL



SADGNGKLPGDVKALLTKKFATTSLSPCYACQGLDEVRAHKGEWLEMLRHQMGGTTAVSESVEAPQTAEHACLYDIVELL
LDQTMAMLSPRLEGESSARRQTMESAASRLRPILRSGGAEDAIETTLGGGVVDDAMILLLEGITLLAQTTREEAPNQRAA
EYVRRISESLKGKAQHDSNVGLSSMEEQSWLKKCPRTVLLYLMRFAYTTRGEKLTHDVYIPKEIDMAPYIGPPTTRAGAR
QPDMYDLNGVVHHIGQTTNKGHYVAFVRLPGEGWLRYDDAKVTGVTDSDVRTQNALILSYTRRSG               
>Esil_CBJ31113                                                                  
MVAPKYGPTGASSPSETSQGSASRSSEKRREQVLQRLIEQAGESRSEGNSLFKHQSYAEAEIKYSKAIHTLQKIPGELAG
PDLVKSLNNRSRVYVKLDKMELAEADASEVLSMNSVENTATSAAHLVRYHARIGLGAREDALRDLKNSADLGNADAKRLL
LSQARKKKAGDGNAALTKTTTSSNNNGGATVSRPSAGGCGGANSSVRGAAATSTCAAAATAGAAGAAGAGAAAAAAGRRV
RGAAGAAAARTGGGGNPVRLEARLEARAGAELTFGGTSEDSRRSWLPTEAGSGGGGDGIDKSGGAGGTSSGGSSCGGDSS
AEDGVVTARVETPRRRRPRPWPGGSPGSGNPGMGKNGTAAEREEESDTYPAPLPALGGPAVRRCYGPDGGSEVDAADVAS
TLEAGDAAGDGDACIGAQGEDADKGDGSDKQGGDAQTVAAVPEAGAGVGFEIGEAPPPEAQAQLIRWLVAQEKEKKDCEG
NIWAVLDKKWWQRWQLYTGCDEHAHAVGEARSGAAQPTADADADQATADPDAEAAATAAAAAAAGPDPDGTLAEGTGAGP
AADLDSSPVEEEEAPPRGGTATVTEENGDGGGLQATAAGEDENTEEVGGDANIVPHPASAGSGAAMGDGDGGEGPVEKDG
EAGTNGHQKTAAPQRVEPPAAHPGPIDNSELVLDAGTPGTIPGTGRRLRLRLVRGYHFVLVPQEAWIALHAWYGGGPALP
RALVPIRDSDSGRVVFEPQLFPEFSRLDPVLRSATVCSSSVVGDNDAPSNEDLANDKPTANGDPISNGPIANGSPVEKSP
LVAAAAAAAAADSKEDTGGSVDGKGVGNGVGGESTEPPPAPTEEAPPAPPAAVAEGAQDGGDDGSSTGGGVQVDRAGGRG
EGKGDGSADKKTKKNEDAWYPCAACGAPSNKKCTSCSKTQHRVSYCSPACQKAHWRFHKKFCGGKGSGAGLSLAKRGKAG
LDNLGNTCFLNSAVQCLSHVQPLTRHVLSNAFQEDLNLTNPLGTGGRLVQAYEQVLKELWFGSGSSVSPSGLKSAIAKFA
PQFNGYSQQDSQEVLSFLLDGLHEDLNRVLKKPYLTLPDGECGRPDSIIAAESWEMFGMRDKSVLVESLYGQFKSTLECQ
QCGKLSRKFDEFNVMPVELLDGQRLQVILDFAPLLNPSAAPTAAKAAAGDDGKGVGNLSAAMLLGGPGVEGRKPRRVAVL
VPKESLVADVKAELAVMFDIGVDEMVIVVSPVSGQPFLRILPDSAQILPFTQGGYEITAHECVPGQRHALVVNRVFDGGR
HVSSPEGPRAINPLPQWAQEVSALSRLRGNDRDAPFLLSFPEDVSCLG                                
>Esil_CBJ30972                                                                  
MPSTTTEGGMPVVTVKVSSFLKHPAAGHTLYECRVELPHTRQVWVVHRRYREFVALRQHLKTACQHYRQKKPAPSSRGGK
PHPANKPPERGTASLGVGGGVSAAAAGGDGGGSSGGGSSACSRPPGSAELIESIETILFVCKFPSRIPLGRSFSLKQERR
KALHSFLEALVYLRPLPNKVASFLGLLENNRLAQDQNGDYVRVMHTETVLPIPPSPAFHAAAHARREKMVADVAPRGGED
DDAAVAGDDGPCGTTPGLRSSKAAATKTLAMGVASAEGRAEEGSDVPAAAAEVATGCSSGSGGGGSENDGRRKASLPLSS
PAAAGTAGASGQPLSDHVDSSSPRQHQPPRFRQQEQRSVGSRAWEGVRTVEMESGGGEGQDRWSGTEDPTDSESGSDSET
DDDSDDDDGRGTRTAEDTTHVRGDDDTEPRSSPGAGRQQRQGADGGVAHGGADPAAVAEAVATTGLGDENRGGGGSGGEP
GVIPDPPLPAVPSPKARSPTALVSPPSTAVPTSPYAPVAKLRGGGADGGGGGEVDCDADGEDETMTCQDEDVDGGGSGDG
GGGVGEAEVKGEEDEEREERLIQWEFLNGFLHEVVAKVVGRQGLGGTGSAGGGERGGGGEGGVLSSPLSDEERDVRVAEL
MSFGVDLPYEMLLTLLRYKDWGPEAATALYQSLVAAGKGLLEKVNPGAPVRGMQNGGNTCYIDSLLFAMFATLDAFDWLL
FKPLPSTDPPEVKLLQKHLRFLVNQLREGATIPREHSNLIRTHLRRCGWQGGASTQEDVTELFTFLVCLLRCPALPLSEA
LFHGGNVDAGDSRISTERALFLALPEAEKETEDRKRPKSLSPTRDANAAPPLSTNSNADPAASSSPATQQQQGEQQATAR
SPSVPRRGKGKDSGGVGAAVTLEQILMHNFHDNRVEGLRRSVSGEKGSQRYEQPVAPTPAAGAFSRASGTGAAVPEATKS
RRRVIVPHRLDVSNFMAPSAGAKGRADKSEPGRFVLVLRSAVCHLGGESVSKGHYVAYTADRVASGDGGGNKKGEAGVAH
AAKAGEWASKSTTGWASGGGKSSIGADDGESSQDSVAWLRLDDLHEGPGGRGYVERLDTVHEANRLFSEDLGLHSYMLFY
ELVPLNLDDAGKAQMKEKLALMETQSDYELALQLDLMERARTDDGGWSQGGGGGRGAVVITPICPVS             
>Esil_CBJ30704                                                                  
MLLEMAGEGPVGGRRGAYSPKTLLSALQRVHPSFRGYYQHDAHEMFMRLVGTLEDEEDSFIKKRRQEEREAEEEEDEEEE
EEEKDKGCTGGDNNGGGNPRHGIEHTNGSEGGGGDSIGQANADNTVADPAACQSPGPPTEGVLARDSGNGGAVVPYAAEW
SADGASGEEKVEVAKLGAQDEGPAAVSAESLKEHGAPVDAALPEAGSAVAAENGESYPNSEGKGLADDDTAEDPSSSVWT
NPGSDDGGTDEACVGNGEATGKRSDHGAGAGATRAESATPTREDDSRTGPVPDEDGVDDSEGFQLSAKQKRKVARQEREK
RRLMEAEAKAREGTGGDAADGTGQGGGDDTAEAVVDKPAHETPQDEREEASEPSGTDLGDEGEDGASEALLPGFQLSAKE
QKKIARQEKIGRQRLTEAEAKACSEEERRSASQTPRHEEGETADGGGEVVDAIASTAAGSDEGSPADGTDVEAVVTAEKP
RGQEEEFQEAAVVLDGTHTSGSDIGDGDGSAGNTGLASMTPKPTDSAVPGAESLGSSGHESRNGDTSIPHSTSRAAGVCE
RVDCNGGSVDAGSPPPPPTAREDSLAGIASGGQVGQGTGAVAGTVSNGQEQQAAEMGLRDRFEADGNLDGAGTFSSSSSL
GGCTTGDTQGSTDVCEDGRSAFGSECSEGNGNDKKYEESAAAPTNGLSKCLDGPEVFESEAERERQRSHSRAPDSTTACL
EGGDGSVEGKAVGVERDRESQSAGGGAAADENGGDKHADSSHANGDRCGGEEEASSVAVSPATASPPGAAAAAVPRNPLD
RLQEPSARKKLERRHDPDGIDLYGCLDHFMAEEKLVAADGNGYHCESCSSREEAAAAAAGGEGGVKAKEGATRSHQNARK
RLLMLGQPPGVLVCHLKRLQAKKKIIRSVEFPIELDMTPYFWLDPDAPLSPTQTRYCLSGLVQHRGSRLGGHYIAYVRDR
DGWKHASDSAIRTATLPEIKACEAYMLFYECCDLIDPVVADAAEGSVGSVSDGGVHQLDGRERKADENTGEPGVEALDKA
KADENVEGSGVEVLDGADEKTEEPSVHVPEKADEQAGEPGAKALDEVGKKAEESGMKVLEKVGGSGVQTLDEANEDAKEA
GVDVLDEVDKNEGEPGGQALDELEGETAVVPVGPCKGQEGGGVTEPSGEGKGERKDESVTSVGAVDEKGGSSGASAGEQD
QEQNAEPVASSEGRGEAEASGYVQV                                                       
>Esil_CBJ48296                                                                  
MVKVAVKWNKRVFADVEVTPTVADFKAKLQELTGVPAARQKLMARGAWKGILKDDVDLSGCTIKDGQQVTLMGTAEVLAA
PTEKVQFMEDMKTEDLAQSGAVLPAGLVNLGNTCYMNSTLQCMRKVPELREALTSFRPTSSGSGADPSANLVPMFTASLR
ETFNAADRSTEAIPPAMFVQVLRQLFPQFAQQGPRGGFMQQDAEELYSSVVNTLSQSLKKPTSTAIKEGDTVLYKPKAEG
EKEGRAKVIKVHPDSEGAHYTILPEGKDAKEKNTTGQRISKVHPLTDLGHPENVMDPLFGREMEEDFTWEESGDSKVSPS
TPKKLVFNIQGGPGPTTQINHLADGMKVGLSDKVEKHSDKLGRDAVFTLNSKIKRLPRYLCIQVLRFFWKATPDSMDHQG
VKCKIMRPVTFPSTLDMFEFCSPSLQSILKVPRDAADKLIFEQEAKEKAAKEAKIAEERDEKEKAKKGKVFAHLSGGGGS



SSTAKPPAPPASEAEKSAASGVQESKDMEVDSAEPPAAPAAPAAKAAAPAEGEDEELSDDLKAALAMSMQAEDAGVEGAA
GPGLPADFKGTYELFAVVTHKGREADGGHYMGWVRQEGDDWLVFDDSDVSPCKTEDIMNLKGGGDWHMAYLTFYRFKE  
>Esil_CBJ30123                                                                  
MADHDRLSEKHLDLLWAAGIGQPDAQVRAVFRLFEHLCPRLDGGGLDVLYGHLRDMPPQYEEMHVQLIHRFAEAASGWGA
RGGSADRANTSHDANPQSIFGRGGNELLWESVQDHAPVTAEVADQASEALAILLCHPSGADGGNSYSKVSPGGRLQAGMG
YLSGGSGGGGGGAAATAAAKEGEIHWKRLMFFFDMCLENVEGGKSVAPSLRLMQRIIDAQPETSTNKAWANAVVGGGAAG
GGVGGGGGIGGARGAGGAGRKDEILETLNKDRSLLKLLVDELLRYRAHAQTAATQEVGVATGLGDSLGSAASGGSGGGAA
GAARDPLSLKLLGARLPHGEALEIRLDFIRFVVSKSNLELTFGLVELLWRDFLQKPLCATETEIFFAWMQRTTPVARATS
YGVQSDQDFYTMSSTVVHEVFRHLLCEEGGVDFGSLGPKGFWCLWRYLSVVNMEAKALSGSTASKNHIVVQDFFSIQGLD
TLWEAFVRSRHPAVVKDAGDFLTQLHLRLRVPSDRVSDVWYSFVKRCMTTFEVALKVFDSPRGGGDGAAYGVVACERVMR
LLVKFLDEVDSPTGSARSYVSVQTRDPEEVTLKVVVRGAKAGNAVPQKRELFYDMQRYRVTVGALRGRVSHEMAHPANQV
RLVFSHRMLSKDQVALEAEGVTSYCEAVLLDKPADDTRGYRPLPREKSTPWDSKLAKKIPRDILANNDNDGFLHILFRLM
EVGPPSLADVTRALVQTLPVNERIHKELRTMGGRLGVRVGGADDGKDDVDGHDEEQDEERLRLGGERETVGGDASGVGGV
KGGGEGGSSSASGREVVEVDWATLLDGSRVLELLYRLEVVYTLVEPAGDVYALPGDRMDASEWVRVFLQTGGMQHLLGLL
GRDRDGDNGIDPSQSLHKACLAALLKLVAHFTTSRKATPTPAVDAANGGAKSAKDVLRELYAGVDLPKLVQRMLVVMHEV
SRPTAETGRERTGFGGLDSDARYGHHNAPSALAVAAVEEADGKHRPPPQAEVVQHTMSLLGTLTELQPELSSVMLSSPGL
GPALEFSLLHTPEKLVRREVSTGVLRMAISLRKTSKEDSVQVLLRLLLPFLPEVEQYESRCDTYLSLVGWLIGQSNAMPP
NEQADLCLHLADLICARPVVEQSEEDQDPVLAGYMTFLKKALKTLPDCRRAEVKATAGADVIPPPPPPAAATAAAPTTPS
RRTSATAAAAAAEGEAGVGSPSAAATRAVAAVTTAAGQLVGGMWGAGRATRGGRQEEGEGTATGGGGGGRGLVRELVERC
LFSLPHERGSSTVSSSSGSGVEGGGVGMLRGGGAGDVCAAVGDDDGFEGIPLPKCKSDKSREVAFILLNELATGCASNLD
LAVALVGPQHFLGRNSAEGRRRRNGEQQDRFRSSGGIGGTTSSSQSAAEDRDRDMDMDMGAKSRARAASFGQQPHHIAKH
KSKTGFVGLKNMGCICYMNSTLQQLFMVPEFREGVLDFRDHDQTPPDDSLMWQLQNMFSHLQDATRCSLLVNQESEKAHF
NPVGLVRSLRDWEGQALDVMVQQDASEFITQFFQQVEGQVMGSPSENILKQSFGGLYSNELLAEGGLLYSERPEPFSYIS
VEVKNMKTLAEALEVFTAEEVVSFKWDKEINAETGERQAVTLNTKKRCSIKSLPNHLLIHLKRFDFDFDTMQQTKINDRL
EFPIELNMYPYTKEGRAATTAAASKEGGHEEVGTEGADAEVEKEEEPAKPEEYYHYHLAGVVVHMGTANSGHYYSYIRPR
DGGGEWLEFNDTVVSTFDVEDMEAECYGGEENSQHSTSYQRSQHAQQGQYSSVVNGSGSSSSSSSAWRRERTRNAFMLVY
DRVMPEQQQGEPGVGEGSGSRRRRRRGPSPSASPRSLSPPPPLLSPTAAAAAAAAVSASPGAGGDGDDWKRGGKGRGAVV
LGPRRRKRFRARVPAVFMRQIHRENLEFWRKKNVLDKSNYAFLQKLVFQATDEDGASTASALRLACRFTLGTLVQAQERE
VMTTWAGMVRQHLPLRPEACRWLLNELVGSPSTVKELLLSPEESVRYAATSVATAALQRCMQAASDDSGGEPGGGGGPAG
DGDDAYTAAYAAAIEARDRREFPGGQGGTAEGFVALGGGEGVPSAEAAGDNDAFLAQKMGLLSMWGGRQEAMAPSHRVGK
GQIGSSHRESEKAAAAAAAVVVFVDACLGLLSVAPSINHLDWVRSEQLLSILAVTAEAGPSERSHLLQTGALGALMSMFL
GDDSPYPELVRSPRPRPRLVPSGDGQVSSPASPRRPYRSPFPPAAEGADGGEGRGLRGVGGGRAGGRNGAKEYYDATKDF
GEDRDLSALLMAISPLVLASELAWGESASSDAGTAGGTAAPAVCFSPVALRPLSRMSEEEKQMLTSPAFLMRLIMLLREP
KQKDQLIPLLQHLCWRNQLVTKVVIINICQRIEILRDVDAHLSKPGFRALMIILSEVPDGLQQWRLDLAVSRVLEIMEEH
TTLTVVTEQAVEMLVRLCRASMGARRWLAEHWDRLDWMESWLNQAMLAKQKHGANAGSRYYGARMNGPPTSVSEDKSYPG
VWHEEALASIRAVRQGDEMPACGYDSDDDPQVLLEKRIKVKWRGEMWYPGTITEYNPDTNQHTCVYDDGDIKQYVMPTKA
WRFLQDAIDRRSSDVL                                                                
>Esil_CBJ29873                                                                  
MPHATAATTAVTPAPSAQSRAAVLFGAENHPPVGSSSGVNRLRKRSRLCLGKRRRALPAQHAAVGQPSIGTAGSPSFQER
FRSPFTSSAALAPPAEAIGYPWGASPGLSETCLDRAGVLAPAAWTIERPSSGPSPPFVGLKNLGETCYVNAVLQALTACH
GVLTSSRGGGGGWHDVGSEGSEGSCSTPPAADAAPAGAASEGTAVLVAGVTGTQRNPVLAALEQVLGEMETRNRALSQQQ
LVAFGSQTAVSSPAEPESTGSGATSSPESKTCQPYDQTPLRPSASTGEGVLVEAIAPTFLVELIRGGWLSADRSRLGGGG
AGATGSTEFGTGQACVSELLGKFLGLVVDDGGSGATSLGGVGGRRSGGSHSSSFCCLAQAFRGTLCARTLCVECERDRTA
REDFTELTLPPLLPPPQHAPPLTAQGAIPAAENDGGPSLRGRRRTMQTLVDGVFEGESLAGNNKLCDSGDVFYDLIGVIL
HQGQTLASGHYTFALHAAAGDSASFLEQQQQQQADRDNRALVQQEPPGAAAAGSTCGKPGFALFDDATVGWLSPEEERAV
LRGGGGVFGDPFLVFYARRP                                                            
>Esil_CBJ29514                                                                  
MGCCSSQPAQPPSGGFPTPLPAPMQDNMNELLNRWRHGEVNLLQRSFRLGRAQAVKHTIASKMFGSLAAPSSNSGTATSA
ATSANRDRSASFGEDGSASPASRDGAATATAELDGKKPGDGATGGPLKVGAGSGEGGQVVSLGDSGGARAGMDKEAFLRV
FPDVQGLPVEVQRSAFLLFDCVGRGSLDFRNFCRALALCCRGSREERLRFLFDLFSGASQPKHYGTGADGGARDASSASG
ATTARLSDAELVGLKKQLGLSAGDANHAHFQKTSGVSGLLLSEYFEWAELHASDEALDRALRPFYLLPSPQQEKDKVLAH
LMEYAIEEAQCMCLVASPWWSYWSNYAALTKEDVLRVPERTALGLDKTPGYLDQRPADEPAVTLGAEGGDVAVRPGDVVG
DGVASMGVGNGNGHAQGESPAMERLAGAGKERAVPTTLARRPHEIDNSSLQGGAEWEVAPNLDLGEDYVMLPKSLWDVMV
DWYGGGPVFARQVVNVSSNLELPEKARGGGDDAEAEPSTARLAVDLYPLALHVSMCDPAGRPGGRERLVLTSHHVHVRDM
LADVLDSSRLQGMSRGLSMTAATIPQEDPVLENADVVQEQRLSEEGDVVGDGETPLRRDVSSQNRTGQVRLWVLEISTSG
LIDTPRVHAPSSAPGFCRPRFSYGGGRELGGVDPQSGLDRWRLVKTEEEGMTLSALGLIGGEKVMVENKNPDGKWQRRKY
IESPGFRQFRENDRVDAMDYQGRWFRGQVVEVGSKSSSKIVDSEGPVGRKKSNRRQRLELDPPTEEPVREGANQEVEHLE
PGDASDRNEGRSAAKAGAGRSGSSQSQRQRRSSGKERDGGVGGKEGPRQGGPSRRRLRVRVHFDRFAPQWDEWYDSKSLK
LAPEFSHTAPAVPAPPALRPTNEGNGDTEAEEEASPDATAIRGGVGAPAPSSSKPGGNTFPPPVGRFPGDASNGNGWGAR
SQSMPRTNGTGSTADGISNYGGGALNRRSNTPGKPPVPGACGLVNVGNTCYLNSAVQCLSHTPLVRAYLLSDMWAAEVNK
YNPLGTQGKLVEDFASLLKSLWSQEYLCIFPSKFKRGLIKYKPQFAGNEQQDSQEFLAEMLDALHEDVNRVIDKPYVAAP
DDDDDAESGRSDQDLADEAWDRHVQRNRSVIVDLFQGQLKMECRCTVCNKKSVTFDPFMYLSVPIPVRNEKMVAVVMLPR



IRTRYLVRSSGLNGEDGAMASDGGGAQFSNPRQLVPVQYGMMLPRLGELSDLKRALSDLCGIPTVSIVVAILQQNQIKVM
QDKELLTELRDDTWVVALEMQGEINLNRRAKPSTSASRQATVSPVPTPTSSGPTKPEAATAAGATAAGAAALSEEELPVG
TEAEPTEPSNTTSGTPAPNVVVPVENGGSTTAAKGEGGAAESAEEGQGVSPEPLKETLKEGLGVPETAAAEARSDGSEDE
EAEETDLDNDRPPTSTPDNRTPDERCMSSFPTRLRDLEIGWRLDALDGQGGWYAATVVEINPRAKALDRGGDKPSKASLS
GKGEDQKRKTEYLVRVHFDAFTSRWDESYGEQEWREKKLQPLFTKTRRQERTNDIPVVHRKTIRVPTSGAHPQPASTRDG
PGMRSEGDADRRDTKEPPPGFVTAKDLFGLPFLVRCPPARSTRYLWRLVVQQASRFVAGSSGGRSFKAGGKDRTARASSG
SRTQRPDVTAAWVARAAAGLERDITDEKLAQLLPFTVKFVLKQNPLTEVCSVELVPDRWRAASSLLCTKLILALEWKDPG
RDYLDVLAATFEHPSYLELENNAQSVLSGLTLEQCLDAYTREETFEEEDSWYCSSCQAHRRGVMKIDLWKMPDVLVIHMK
RFHCSARWREKIRTLVLFPHSGLDMSGFVSSNSAHRNQAGGGQAGMVYDLFGVVNHMGGMTGGHYTAYCRSSPCSKDGVE
EVTGWGLEHPWLNFDDEFVEEMAPDKIVSDAAYVLFYRRRRLTPSNVINMTI                            
>Esil_CBJ29280                                                                  
MRYRLNLLQTLVCATSHVITPGQAEGLWLALVERAVSTAELDSSFQALLGLGREAPEGLAALAGTFFERMCCQGGGPAAG
NGHCRGVRGGSTTVATPDLMAVDAEEEEEARRQHTTRRRQQQQQHFHIDKLRPSGFRFFICCLEVTNLASGCLRPRSPSG
GSGGSADSSPEDPGPMPGPMPELEPPEGEAGGDAGEAGGVGSYVVVSMELLGLETLWSIALEVEEEEVSEAAIKKLCELC
LHVEVSDELSADTVARERAAFVSRCTDRLARAADTLRAGATPSDGGSVGVEAQQHRKTAVVSATRSLQLLLAYLEEAGDR
MRAQGLSVHSHCGNQQLLQHSRGTMAVRVQPSGGKETEVQVFPGQTVQCFRVAVAISLGPEWTAGTTRLLYRGREMDADD
KTLEEQGVLEGSMVHAAKRLTPQTSEQRTTITPRTKLTLRVRPPQPDGEKATPTVLRPVSREPSEAADGAGSSPAAPGSP
PAAQRGRKRAASCDAADPAPRKDLAAAGAAPGRAWKGSGGGGNGSSGGAGGGSAGGGEGVGSSAATSMDIRTSSGSSPAK
KPPEVGSSNGGSNGHASSPSRKAAAAAEPAEQAVPAQGVPGRLPGFSSGDGDASSPVEEVSSAGVVAGNGGGSVVVEGCM
KVTPPSELPLLELEKQSTVDTLFELMESGQSVSVLVWDLLMKMPTNMRLFNGFLSIGLTTGPTIARQEHAAAAAAVEGGP
LSLLQDASSSRLLYSLMIVEHLLSRDMSTPLLIADVPPSGGNGGERSLEQQQHASGHDESNSVATTVRLAAITAFTGGGG
LTESATEIKPGMNGVAGQEPATAGGGGGGDGNSDGDWEVYQPAAFGVGGGACSDFVAGCGGVDVGEVVGVGGAKIGRRTW
RDRFVGSGGIDALVELVLTRDWDATRGCRDCGGEERGWPGESTAAISLACLALLLVLLERFMEEGYLPEPRQLTRLMERL
PVILFTTCRCYRELAAPAAGATSGTSTTRPRHPAAAATAAAAATTTATASKGDFDPLVETVRAARSCSAIITNLLTLPRP
PPPPAGPAGSGGGSAAAAAAAAAAATAAVQECLTLSARAGMAMTMVSSTAFGEAVREALVRTPSRELRENAMGVMAALAG
IDREVAGGAGAYEGGGGGGGGGGEFVSQTTVMAQLLISLVPYGRNEPDGAKCRELYQLLSDFLSKGNVDACALCATLPAL
RPPPPAAPPVAAGSGSTSPHATGENAANNGGSGGSRGGIDGGGGGGHVDTSFYRIDGPLPAPASADERESASTAVAALSE
AVAADGVPALAQVVPLLVWLMRLIVKPRATAADAHLSGLLGLARIVIGWLGPRGKEAVGLRGLEGICAAEGGVVGTRGRG
LLHHVYHECLFDIATHDNHGPLAPPKCRSEGCRANAFGLLTDLATDCRANVAVLIDLLLRHHSSSSPCQSPAAAVAAAAT
VKPPKPTRSASSPDAKGGAGCVERVSWAYAPRQTDKAECGYVGLQNLGATCYMNSLLQQLFMVPALRFGVLSCDPFFRTP
EQIEKGEGVVPREENLLYQLQDVDEFLLVFLDRLETQLSGLPQRRLLQHVFGGQLCNQLIGAEAVCPHVSERQEDFFVLG
LDVKGKRSITESLQLYVEGEVLAGDNKFLCAQCNEKRDTLKRTCIARLPNVLFLHLKRFEFDMMEMRKVKVNDKCEFPME
LDMRPYTKEGLARQQQQQQEEKGGATSTGTAKVGGSPREEEGEAFPDSYYEYKLAGVLVHMGTADSGHYYSYIKRRDTQG
GGDIPASWFCFNDASVTPFDPDSLGMTCHGGYSISPTGRGHTPKQFSAYMLIYEREFILPNPAPPATPSPTADAAAVPHD
GGGERSSGTVSGGGVAASPCGTPSRAAAAAVAAAPSSDGAVKAAAVAVVADSSAAAGNKGEALRAPRLGGTPAENGKPTG
VEDMEVEAEEEAAGGGGGGGGKGDPQKAATREFVAGGNGEAVSLGGAGDEWEPPWMGVPRPSELVPPSIFQACWMENRLF
LMDKNVFSSEYLDWVCDLTALVPPPRVPPSGSGSTEGARIAAGGDDVDEVELSTAKVALFLALDTVARAKDKERLSQLMG
YAKRWFRSSPTVCRWALEQMTANNYWQHTMLLRCSLQGVRFEFLHLCVDLVRSYAPYERHKYYEEDPSIGANLYLAAVRQ
QQQRKGERGRGEGGADGGGGGGAGGGASSARGVAAGDPQAVLASAGLSTKDSTVVVPAGQYRRMGGVLGSESSFSSNDSP
GSTGGRSDLVPSDDAQFGDHDEDWAPPPNSPNASPYMENHVDLDGDDDDDDDGTIPVHFGANECKGRQREEEGDDDEGLL
ALLPRRVARDPMEEEDFDDDDASDGDDEGQAIVEEHCSGGDGGGPSGPSIKRELSAKEQELGPETEDEDLAEGGGLGSRS
TSPSLSSSSSSEEGPSAAAAAAARSPSSLSLRRSPLPQTPPPPPLPCCLVLAAAAAAALRDLSEEEDITQGKDGYGQWPP
SPPAPETGVGGGTPSATAPAAATGADSGGVGTGADAATAGASPAIAAGGITGGGGGGGRGSRRTGGQEECDGCEVSAANA
DEDDADEDDSMSEANQRVLAAKTRTRRVGMAVITRLGKRAAAAAPQHDGSGRGVSSGGAEGEVGAAKPAQAAATVEASEE
VRQRREERPQAAQSKPVGSEGGGSGAPNGDAAGSSKKRPLSALGVLAPSGCRREAASGKRRVGEQGARVPSSPSSLSSVS
DDGQPQVQPSSADVESVLFEEAPRRLRWWNCVALVPRFVGTILDLLHELHSSSDRGTSGFRSSKVSGCDPSPRRTPVVQR
RKQSEHLFGLLLEIGRISHAETRLLLRAGTIPSSWTTFTTAFAPCLRLLAELACSCAMSGNEPSPLLFPVPEASAEELTT
TSSSDTQPAAGNDDNASASAAAARRPIKAVLSVPARVLGACLPDTMDEDLKDKVGEELVVLPNDAEARMLTNAAVLEILF
MGRPKPTMALGLMPLAHHAEQLRCLLRLSKHLCWNNTRTTHAVLCECARGLHEGQMPSFHMHLRVLLGLVGVMDRYTHMR
IRQVSNHVIRAAEMNMDYPKECSEILGVFAKALLGMTPDLVPLELLDALRGTLQDHTESLVTSFLLNVRLPSDARQAAAL
CLLLEVPRVWALNGSPTPTGIPYRRPPAAAAEHGTGGSGNASFVSAATAASATGTTAAAASGGTGAEAWAGVTQQQQQQQ
GTTAAAAAAAATTGSRWGRGGGDAGAREREDQLRKQAEDAAETQAVAAAFADTDYAMRPDEGNMSTGSSDEVQIVGVVPG
KTGSVGGTVNGGDHGGSLDSGSPRPYGPQRQQQQQQEQEQGQEGGVGGEANGGRAAEAQQQPQQAGQQQEEVEEGEDLSE
MCIHDALWLLSRLMKELPEMVNIIEAHGKTHQPMQFVEMIQAMITLSTGSQLEKAHLAGHLPAIFKLLFKLDRLRRENDH
TKGVLLEFICDAMEKHPELYVCLKDETIVQGLTMFFVLWHDKKASIEYNATYSSMYYDLLLKGCLLYPSFLEAVKSASSL
IWSMEWFLLRGYAPSFKMATTLMSIFTLCLRKYGAGYASHALSWTLGPHAKEVYLKVGDGPNPRLPLYALWMIEACVRRP
QSGWDSGPEGDAMETFIKCGGLDQEVRRKVTVLCERVILSVHGWLNEGREVVVPSLRRRDQGGGGGPSSSRRRGATQAGT
AGSGGGASTRRATTTAPSVGSGRKRARGEGGARVPAVGGRSGGGGVDGSEPASTATGAAAPAEAQVGGGNSDRSVPGKGK
SSFSVSVTVGGDKGGGRGRGRRRRASAREDGEDVEMEDANDVAGDADEAEAEARRGEEKEQQRRRECRRKRLALLVNKWT
HAGVACRWLLQHLLTSEQSQALVAAAAAAAAAAAAGAPPGQGGVCWDRGRVGGNRREQYCLVCRLDSHDM          
>Esil_CBJ29221                                                                  
MADSDGDDIGITFGSFTVDDTKQSSNDYSHPTMSWARIAAGGPRPKPRPAPAPAAAPAATTGLAQHPSTTVPVAQPPPPA



EAVDSGAIPVAAAPGDEGGRESNRIPQGGRAATTRIQEQAVEVAGGGSGIVCGGGGGGVVAGVSSPVGDPIGGVAAPPEG
PAAAAARRAEEQGSRQEDGGRVAVSEETTIAAIGDSSGAAEAVVDTVDTAAAEAAEALAKAEAEAAEALAKEEAEAKAAQ
DAAALAERVWESLLQLLGDENGLITAGEAVGLGAGVPAGGLVHRGLINTGNSCFRNAVLQALLACEPFVQVLFRAAPGLR
DSVPAREALPTWAQLARFAAAFEPPKPGAAAPLASGGSSSAKGAWSTAGGRNRGGGGGRYHRASSAAAEPVLPDEAMSRA
FGAFRAASLGEQEDAQEFLAFFLDQLHEEIVDAKKNNPKPASDGGSGGVSADSRTGGGGGQQQGEGEEDDAWLEVGKGGA
KAVVNAPDPRKKVTGLFYRMFRSEVKKNGNPQSSVTLELDLDLPSSTSPQNNIWTETVSGGGGGGGGSAWGSGTGGFDSS
NGGGRGGGGGEEGGAGGAWGTAGSRGQRGTGGAAGGRGGGAWGAGGGGAVPPAPGAGVTVLESALSALFGGEAVAGVKGK
RNLEVKASRTLTLEQAPKVLTLHLKQFSFHPELGPRKLARRVRYPLELTVPTLVMSPSLRHEASIKGPLKYRLFTVVLHH
GRSLHGGHYTALVRDPRGEWKHYDDQHVTPEMESHALNPMSGHPYLLLYTRM                            
>Esil_CBJ28943                                                                  
MGFFHLGLVRSALGGIGKGLTFLFKSPPHESERVDYGEVLHDGRMCLFDDIARLRRGPEDGQEEGSSSMWNELRHDSSWT
SMRRLTRRRVGSPSNTGDVLKAVLQILRPVPAFREALLELQCGNVPGNNAVSLRAMFEVGDRSSVDPAAVLEKLFSELTR
CTARFNRTTLTEPLRATACKVERLFFCECCGHGIRPTYSNNIIKVAVPNPVPGPTSGSVGRYALVNLLSKGLFHGPSEYC
GWCSQNETGGLMNIRWQYLRDAPSTLLFSLERSREQRNSQDAVKVIIPTILGMNRFTERRDPPGANCYDLVGVIHGQSSA
ASSDWVAYTRSPGGRWIRHNGQDEVDVNERDVLTNNAHILRYAKRGSV                                
>Esil_CBJ28839                                                                  
MDGDGMGHPASMCHECDEHTLHEPDDVLTCLECGYTACGSPPRRHMLRHCLTQPGDGHCFAASRERAEIFCARCCDYVYD
VEFDTAVSRVDDSFGLHTEWDNGGGWGAGGGSARDGDACVRGRRRRRARGDGFYRVERASPPPVLLSPARSRLVAAGVRG
MFNLGNTCFMSSVLQAVLHISVMQSFFSEKGHEPSRCEKLRKETTKLRSQILQYDSNASFDNHPGAGRGSAGGGGKDGGG
SEKMTIAKKIGEYCIACELARLFHDMFSTEAAAATLGDTEPYVPHRLLEAVWSASEFLAGYEQQDAHEFLIAVLDSLHGH
LDRAARDESNAPVLRRTLAAHKLRAKQKQKKQEAAAAAATAAATAATAQESKGQLPSQPPKKQQKQQQQPKKAGKQNGGG
KSSGGATQQPPPSAAAAAKAAKAAAKAAAGGGKGEGETAKNSRKRSRSASGVAPEAAAATASAWEGRPPLPGGHNSGDGH
ERGCAPPGHPSATGWQGENGAPHPATSAWQSNGDSGGDMFAQSEHANGFSASSSSFPSNRNALPRATTAGRGGYNDGETV
WTEDRWGGEEEEGAAARAKVGNGTAKNGSMLNGQCLEDLNLAGFVQEVFAGVTRSDVVCTACGHVSCTYERFLEVSLPVR
PGEHERRQQQQQQEEREKLEQEKLEQEKKQEAGQTQGRMQENGVAGCSVPSSTARTENGGGVPAKAAAILGVADDVASAT
EMPNSGSAGVTATSPSSASLSSLSSLSSSASSSLPPSVQGAQAPPASALRPATPTSSSAQPRQQQVDPSSGRSSPAGSCA
GGGSCKDNDPPPSEASQATTPSTGRVSPASATFSDDGSGRFSSAAAAAPALDAGEGRASPTRNQQQPAAAAAKEEKRRAS
PSPRRAGGGRRGGSKSRSVATGPTRSITDCFARFAARESLTVRMACDSCSAASVCKTKQMSFCSLPRVLVLHLKRFDAMA
DRKIDDFVSFPARGLDMGKYLTGWPAAAASSSAGGVTSGASPSSSPPLDTGTAKGAPPATPAAAGAKAELSGDVPAPSLP
YDLLAVVNHSGGMAQGHYTAFVKEIGRWFRFDDTWVHEVEEEEVLSSEAYILFYFQRGADAAWRPTPPAAATNGKRRLSV
P                                                                               
>Ngad_01470                                                                     
TQDLRRCQLKVMKRAREPEDNNGTVHGSRDRASTSSVAPKASSLRPKCPYLDTVNRTYLDFDFEKLCSVSLSNMNIYVCL
VCGKFFQGRGPRTHAHTHSLHDFHHVFMNLHTARIFCLPDNYEVLDSSLDDIKRALFPSFTPAAIAQLDTNTTLVRDVHG
VSYLPGFVGLNNLKSTDYVNVVLQALGHVTPLRNYFLQPSLYEAGAKNQLVLRFGEVMRKLWSQDNFKSTVSPHDFLQEV
VSASGKRFAIGKPGEAVDFLSWLLHQLHVGLGGTMPMGKSVSGL                                    
>Ngad_01471                                                                     
MGRERDAVALLFLTVDIPQTPLFKDSQGGVIIPHIPLYSVLDKFNGVKVVDAVKAGVHTRKQYWITRLPQYLILSLARLT
RNHFFVEKNPTIVNFPVKNLELRDYFLPEAGLPTEEGLKTMTVGELKGFVQAHGGGDAKEAVEREDLEEQARAVLNEVAG
TKYDLVANVVHDSPPGQEKKEAARGEATPPGTYRVHVFNRASDQWYEIQDLHVQETLPQLITISESCVLIYEKKGVERAR
GCGRGH                                                                          
>Ngad_02155                                                                     
MCPQDHTGWTTLGLVNLGNTCFLNTVLQALASLPPFKEALEQALTFRPGSDAPVSRLVLRYLHSLQPTCIKNDAAATFGA
PFPPHSEAQSPSDLLYLLRGCCASFFRRNEQQDAEEFLQVLXXXKTWPWGWTGACAKKPHAGMTFFPSANRLWSDPFNRF
TRRRSPMEAYAGGECAWPSGWAFKAAASAGV                                                 
>Ngad_02457                                                                     
MNHARAAFESGGEGYNASAGTEKFEKELRPAPPGGAPSPPPVAEQRRRVRSAIEETQALRVGDTWYPIASSWWQRWKRYV
EYDGEDSTSGGHQALHPGRIDNTDLVHKDRKRRWCERNESVHKPAGCEEEDETREGFEKVLELRKGVLQNVDFALLPATA
YKLLKEWYSGGPDLPRSVITIGRGSVAENRVSLFPYVVEVTSGDSTYDCGTARERHCGQMVVESATPASQFVQDVCQLVG
IDIKFAELYSVPMVGQDVEAESTEEAEGGKEPMGPCKHPPNERVLGSFNTLDLIGCASKGNKTSHGNKLDVPSDRDGADE
LVRPQIPAKTSSSADSHNGAVPEMKRISKMYSKEQTVEDIFYGETAACVFVETLAWRFALKKGDALDAHDRERWFDSVVV
ERLETNGQGVPRVRIHFRCWEDRWDTEKEVTSRALLPLHTKSPDWRQFYVGMPVELRHHNLWFQATVMQVDEEERKILVR
RKSGEVSEVWKAFASEDVCRPGVHLPEAAPRSAPSADASPAPGSRPSSSTAPSPSACSAFGAGTGRVLGTGVAVGERASG
NPSGRPGNGYVPGSGTRTESSLPGVVGLSNLGNTCFMNSMLQCLSHTGVLTDFFLSGKHEGQINEDNPLGKQGVLARTYA
KLLKDMWSGRFTFIYPTEFKRVISQYAPQFAGYQQHDSQELMNFLLDGLHEDLNRVRQKPYMAVRDYAGEPDAQFAGECW
ARHLARNDSVVIDHCQGQYKSHLTCPRCGHESITFDPYMSLTLPLPVTSMIRVAFTFHAWPLGKHRPLYVAASLPATATA
NELKQWIAKNLCAAYACRDPRAASPGRSKHEILAEEEEEEDGLPYKSRLPDERKHMGEGLSMSLREEKGEEVGLGGQFPF
AISLADVLDRRIVGEFKDTDRVDELARTTVTLHAFQLQHAPAAPPPPRASTNSWLSGKREASPSPPRLCGRKSPAPAPGL
VRKEDFRKGEEVFVVATCVFGRARPTTTFAFASKTYERFGPLLRFTLSSLQATTRDVHARVWAATERFLREEADAEAMEE
EEEKEGRREEERAAVARRLPYRLYLAKAAGDVVGEEVLDDGSPFDVQALKGRVLMAAFEASMFEKWVVKEEADRTDPHAS
VQRHRLDGRTGEERARKPIYLKQCLEKFSEREQLAETDPWYCPKCKDHVSAFKKMDVWSLPDVLILHLKRFSYVQGLYSG
PTREKIEDLVHFPVEGLDMRDVMRGHVDEDAPPLYDLYAVSEHSGGLGGGHYTAVAKNFRDHRWYTFNDSLVSPVNEKDV



ESTLVTSRAYVLFYKRRRGSLKWAGARLPSS                                                 
>Ngad_05183_1                                                                   
MKHRGQQGGLKGGRGTGDVQSFKRLLQGPGNDGAHNGQAWDIGKPRRRIKFHKARKVENGFVSLSTGTTKGPCPASGCLG
GVVAGPLTGKKARERFSEAMDKDAAAPGLPTPEKGIFPESKIHPLMTWIRVERVGPGLYNLGNTCFLNATLQCLAYLPPL
AQYFLSKKEEERVPSVLSPGAGQGHRGGGQARGGWLGLVRDLIANMHTGSGAGGGDRGDGLARREGGRSPISPKAIVGNL
KALNRHFRVGRQEDAHEFLRHLLDALQSGCLQAARVKSNAPGRLAETTFVHRIFGGYLRSQVRCTQCGHCSNTYDNFLDL
SLEIHGKVGRLEEALARFTAVETLDRANRWRCPACSQLVCAQKRLSFHTAPNVCTVQLKRFMFGSRSSKLSKNVAYPESL
RLSLSGPEGSARYRLAGVLVHAGASVNMGHYYSLVKAANGCWYEMDDAQVRQVGLPTVLHQHAYLLFYVKVGPSPPPALD
RRGRDEEEKEGEKRLAKTSPGPDTATTSNGSGQGRRAATPGWSEVLGKLREEDAGNEDHTEGLEGGEGADTAWAQPEGLA
LFMARAKREAGEGGGPEGGQGNGRNGGADGEE                                                
>Ngad_05830                                                                     
MANLDSTLLDAIRSKMSSVRVPGSYDKVYNDECMYSFDTPFSSDGIYVNLATWGGVGRDYLAFDSHKTGSTLYVHLKYTK
VPVPEDDQVQKKESESSLAPREDAAQSSPVCEEKNTGPTVLGIGVEGGFPLDSQKVEVVKECALVVVNSGENGSCGKVET
QPVPLPNTALPEIVSRAARALIDHQGAGSQAEEATWLAEEDPRPVSKYADGLIQLANGVKVSSDPATWRCAESGQTQNLW
LNLSDGYIGSGRAQVVNGETIGTGAALRHFHDTHGLYPLAVKLGTITPHGADVYSYAPDEDGMVTDPKLAQHLAHWGIDA
MRLEKTDKSLAELEIEGQKWAFSRITEAGAHLRPLRGPGYVGLKNLGNSCYMNSVLQLLFTLPEVQRQYLDHAYDLVQTR
AGTVADPAADVLTQMSKLAQGLCTARYAPPLSQAEREAADAAGDAGFTTSLEPKMFKTLMGKQHPEFSTGRQQDAAEYLE
HVLERLLRAERGLGGKEGGQDWSVSTEDLFKYLVEERLQCVESGKVRYGSKSDLFLRLMIPVEAATNRDAVLQHQAKHGV
NKKQKLAADKSPPAGPAVEEGSAGQEEGASGLGGEEGNAAEKEEEVFPIVPFAACFETFVRTEDVEDYFSTALGRKGLAR
KSVRFQTFPRYLIVQLKRYYVDTQTWEGKKLEAVVDVPEVLDLRAWRGRGLQEGEETLPYGKEGGEKGEAEGKTPSVDAG
MAAQMECMGFSTHAIARALLAVGNAGVEQATAWLFEHLEDSDINEPLPSASATASSAPRAAEPDASAVNNLAAMMGFTEE
QAKAALQATEGSMERAADWLFSHADDLPRAVAEVLGAGGGEERGQEGGQTPSQYNDGEGVYSLVGFISHVGRNLGSGHYV
AHIKKEGEWAIFDDQKVAASEKPPKDLGYLYLYRRQDAMEE                                       
>Ngad_06236                                                                     
LLRYVYVGGEKRKVKQIVALDETLDLGPAARGGADGGSGGGRDSSHVGEAGAPGVYDLVGVMFHKGGSASHGHYTAEFRE
VSSGRWWYLDDTEVREGRHAQVLMRKEGGKKEGGEEVLMREEGGKKEGGRSC                            
>Ngad_30525                                                                     
GYEQQDAQELVAFLLDGVHEDLNPVQHKPYAAEQLPPRQGESDVETARRAWKTHVSRNDSKIVDLFHGQFKSQLTCPDPS
CSRVSVTFDPFMYLSLPIP                                                             
>Ngad_20966                                                                     
PVSVVQWMATAVSLRIVKFFLFGQQQSRVRKGESVDESSATTIRGTVSVPARSASEGPPSETSSSATMEMQAAEALPGKM
LGPDELLGGGKRVRQLLNRLVQVAAQAHEAAVGGTEHGKGEETCNVSTDALATIELLLRRSGVPANSSGSNTISESGATT
CADGSVNQTGQIPTTNPIAAFSCNAITNDLVSALVTHNTAPSLFIGLLLRNPHRKVRQQTRDLILGPDAPLLRRSVFTWC
LSALEMLEVESVTCLEFFDVLQELSFVRKPPLAARPNSAGNSAPVPMVLTSELSGVSEEMSTVIAPTPPTGGGDDLVQAL
AQLVTRRLVHYPRISGSRSASVSNELKSEEGGQSAPVLLGLLRLLNCLVEQDHDGSLLAGTVLGDLIGKAFADFLFAVPS
LRENNAHGRPICAAGEAKCRQLVFSSLLTRAKQCSRQMESILGQVMSLTEAAASGLRDRWQYEYLHETKSYPGQYVGLRN
QGCTCYMNSLLQQLFMVPRLRDAILAARVKRRRMVSGEMFRDEELIGRQILVDWETEEGTVKMEATVTSFDGSTGKHTIK
YDGAGGANGNEKINASVRLKLREGRAGKETGHFQVIPPPLHSSLSAVREVEQAQRVLEQMQRTFCYLSGSEKRYFDPRFL
VEACRCLNLNYSVYQQNDASEFCDKLLDQLEASLKGTPQLVDLEEGCFGGKLAYQKLPQGCEHRAEREEPFIKIELIIKG
KESIEESLAAFVEGELMDGENKVECEGCNTKKPTVRRICLGSLPNLLILHLKRFDLDFTTFETVKLNNRCAFPTRLNMKP
YTREGLEEASQTEALQKLQVRENGEDMDVGLQEREERKEGMTEPASLVNDVPMVFEDEEFDYELKGVVIHAGIAQGGHYY
SFIKDREREDTWHKFDDEDVTSFDPSLIETQCFGGTFSKPTTWNGVTNYVEQERVHNALMLFYEKVRPRGRTSSLASAQT
DGHKGREESCAPMEAVEDVEKQVAGEVSRGTGSADESAMTVDTEGSKATGNEEDDFEYGLDGRAAFEEEVWHANVAFIYH
RYIFDPQFHSFLSSLLTMVFCPLSPSLLAPTSSGASMETGEAECVWNPLAPEMSSVRQEVFGMGLAFLLDVMLHSRDRLG
VQSWMNLLRHAMQVDPDMASWLLEALILTPPPVPLPSWKEARRSEEHLAEEQSVSSPRSSWLRTYFLECSDCTARACVLQ
LLVSAIARLAREDVEVRALQAASLTEARNHSRIARFLEAAGQLLHDANRHWLHVDELFSLFRDAARASEPVRLYLVRADF
AFYLAMFVLGAAATPSLKSQFPYASSSHSAAPAMSAGATTGPIRPCPSSRSEEGAASPLLPLSPVEGIAPVQQVNPPHAV
TDYLYLMEAIATLVGFPQAPKAALLEEWEGGREGGKEEGEGGRDGGVASYYPTQARLTQAAREALTTIFQENSRAGGMSM
QDLSRYLEKCASLGGGGGGMGGGRHG                                                      
>Ngad_20775                                                                     
EWLREKLASLVQHYRGLMEAGAAADRMSELTASERRGGGDAGLSAAGSGASNSFLEYQLQHQAYKLPQLLQTQEAHLRQW
LHTLTELVRSLLRLEACLTLVAGQSREVLSRLIKCIYAQYEKSIEELMQVHIQGRKAMLRVLPATLAQEFFIILNYPAPP
EARHMSARHLEEKRRIVLRLHELVAQYLLPQSTDESPLAAGQGLANYDGRRTRALLERYMHLGHDPMGFFKGDFWDIVEK
KEEKCYNLRVSLLAGTQPKSHRTEILQEAQEHETALRATVTEWEGKLQDLFEATSAAFEKELAVSCFPQSLEMAEALRGR
QRAFIAEWEAHREGYKFQVTLSQERLQEVYAANHEEKLRLRQRNEAALVAEHENSTDARKHLPAKDTAKDTRSGTDNPLP
NGGKEGPNDGGKGGKPGIEAVTAMNMNSLLQQAQLQQLEQCLAFRVVAVRHMTQRLRLVRGHQAFLKTNLSRRAIVTRAL
CGQSSDAATKMRLLLARLLVQKLGSAYGDWQATLMEQELSAQEERDKQQQLLKKGGGAHSMTMGKKKGSTRVGTLTGKAA
LAVNGRASSLMGKEGLAASSSSAGPVFTGTEPTAESFCCLDRGDSTQAGPDRMEGAASCVFLSSKEVTKPKGKGGAEGEM
GNAAQASFLSSGRSSLKESRPLQSPSWIDSQGNFLTSARSLAHHQSEAAASGECDGLELGWIRVSSREGRHRALTRKEEK
RHEQLQEDATLAAEEEHKVPKLRPRDQREEEQRKESAQERVKGQHGVEAGRLSLRIYRGEGNGAQSQSASSPWTAHSDTN
AEVARIIPSSSAPPSPPSTNEERPHETREDPLSSSKLAATSTHATNLESVDNFSKTAFKVDVRGGSGGNGKALKEDDVVC
KDGNSLGGRDLQRATGSDAFDPGKAVEGNDEEDEDIGDVEILFGAFGGVQETRGGECESYSEGCEDFQIRSGGPEEQHMS



PIDVETPVRMSHSRGNTQPPMDDFSTQPSQPLLQLPVAERSQHHLIAQRGRDVEMDVAQDQSHRRHQDDVSSSPHLVACP
PSHPQTHVGAQWPAVPSFHQPLPDVNGSITAPLARPELAHSGIYPTQYSHAMGKVHPHMVEGGGLPPNHPPYQGYFPSAP
SPYFVDVPPPNTPIFAVYSHDLGPPLVYQELQSGQRREYPGSGTGMGDNHLTSTQEQYGPPHQGRQHHYSRYAEQGCSLY
RQGFFDGSSPHPSRLRHYQGGGPPSAVHPAYSLPVHHAIDVQQRPLPFAFPRVVRNSPCRGNPVFTAAPPYSAISCEEGR
LPGGPRALLRGATEAGWRRGRVSRGRGDEEGGRGHARGRATYSTAGRNARCQGLPPSGEGETSSSNKQDGCQHSYPVPIS
GVGAQAEEDTEIARQLVVERVEGSHEAGIATGAHLSHPPKQESRVKLPSDRIKSPSNRSQAGSRVLVGGGLANRMGQNHC
YLNVVVQSLWSIRAFRNRVCRDTDTSMLVKSNETAHMCKLHEALRAVMEGLSDQEANIASHERGEDTTIPPPVVSVDKLR
QVLSEMVRQKSNPTPACGSEIYVHDGKFRAGHMDDAVEAFEEILRLLGTGGEEGRLVVRDSFCLHLRELMFCPTCGSSSP
SPARDYDTNVFYVPVRSLIEEAARRASSKSNSISISESVGLDFGSLLQDAGSGDLYRCRNTEACPIARRGEKRAGHRYLV
RGPPSVFSLGLVWDSLKADPRDTQALIDLLSSTICLKHFKLPVEHQGDDDVEQQGEMIGVLRGFFAFHPQKHHYVSFLLY
DGTGWVCVDDGRAYALGPHLSDALKECTEQQYQPSLLFYEAN                                      
>Aano_F0Y4K8                                                                    
MTGLRPAGPRDAVGNAECGSSFDSPYSAGGLFVNLRTYEGCGADFVAADAAKSGCALYAHHAWRKAPRADAAATEAKAAP
TTLGVGVDGGFEAEDAKYDVVKTRSLAVVRDGAVTLVPLPDDAVPDFNFEVWSAKPVLLSGADANRENAWALADEELKES
KYAASLVQLSPAEGGRSEPLSPDAASWRCEESGAAENLWLNLSTGYVGGGRDQSAWGGPKGSNGALHHFEATGKKYPLVV
KLGTISATGAELYSYAADEDGPVLDAKLAAHLKFWGINALSLEKTEKTTAELEVDANAKFEWSAIAEAGAKLEPLAGVGL
LGLVNLGNSCYLNSVAHLLASVPVWNSNLQPDFNVRICDSFDASSSAKDDHLAQCAKLVGALRSRRYAKPAGALRGPDDA
PALLGEADATRAEAGKVAPRAFRRLFGLGHAEFATPRQQDAAEYLLHVLDKVEYGPYDPLRAKPTQQLFAFAVEEKTVCG
QSGLARYGTSSHLALEVPVPRDLVPEPPAESELKRAKLEGEPPREKPKVALDACLARWAADETIGDFLSSATGARGAATR
TARLKTCPRYLLLKVNRYYVSQTWEAKKMDVLVDVPRTLDLSFLRAPAERPSGEGLLPDDDEGPAAAAPAALVPDEAILA
QLLSMGFDENGCKRACVATKNAGAEAATEWVFSHMGDPDFALPLDAAPAAGGDAVDPAAVEQLSAMGFTARQAEGALKAC
DGSTERAADWIFSHMDDLDGAVEAALAAPAGGAPAPPAPGADDMDDGDAVYELKGLVSHIGANTACGHYVAHLRDADGNF
VIFDDEKVAKSENPPLMLGYVYLYARK                                                     
>Aano_F0YAM7                                                                    
MFELARHVRKVWSRNEMLSRCEPIAPVDPASDSDDEPDDGDDGAAAPGRRRRRAPRKRSTEELVVSKQLLSCTRHAGRME
DAHECLTYVLAQLLEACGVGYDGPTDAAWERSTLVHDVFECTLGQAVVCGACGFHSKAHSVELALRLNATLGLSPEELAK
ASAKDESPGLGGLAEKSPWKNKAATRAALRIGAAGGRREDTTPPTDVVELLELFFASETIDGYKCDECDQKSTCEKIAGF
YQTPNALALYVDRVPAFGALFGKLNRKVAFDETLDLEPFLAPGAPANADETYRLFGVVCHLDVAGSTFFGHYICHVRDSN
GEWWSLDDERVIPSDWDHVKDASPYLLFYARNAPHLSPRLTPPKQEPSAKAKARAAKAGAP                   
>Aano_F0XYK0                                                                    
MNGTLNGGLNGANGHEANGAAAASPGFASPPRRKRRRFGGAAAARDAVGLVNLGNTCYMNSVLQALVHVPPLRDFFVAAA
DDGGARRRGESFDSQASRASYEGGAARVSTGPAPPPAEPRADVESPFSSSAGYSQHDAHEFLAALLDGLHEDLNLPRERT
RARAKARQRREERRARRDARDAAAAAAAAMRDEALRDAAARRAADGDADADDLLGGRFVSELRCPRCDHSSTTHESFVCV
SLPLRRSAGAPPPRRMATLTLDRLLKLFSGRERLDADDAWACPTCEARVRAVKQLRLAASPPVLVVHLKRFEMLGYHSAK
LETCVAVHATAPVDVGRFIDGDGDGATYYLCAVVNHYGTIEFGHYTAYARSRDDARWRLFNDSSVSVVEDDEVSAPSRAA
YILFFLREDIAPPDWVRRAKDGAAREAPPPATIHE                                             
>Aano_F0Y4E6                                                                    
MADKKKLLEYNATPPPASIWPNATMQAATILVLIFSLYLLSESAKTPNHGAVFDDDGAYPDAPKGPAYRGAVVDGGSGKT
AVSLYECALVDTGCAAGSVRELPGGARFKADVAAVAATPYAYDGYLDEVSAAVGPGDFSLSVGLTGGARAAFASGALTSR
LVNDFFAAIKARFATVATLEVLSGDDEADLEHAAGVYAASLVGVDDATTLATLSGGGLSAQVTAGDEVASLDLDLFAAQK
RAAETGDEAELANWRNLVDAEIEKKIAGTPLEAALARAEVALGLSMHATAAATAGVAGTFKKKAKAIGKIEELVRDATSD
GPAWRSRAETLPNPYGLDDATLRRATLYAAARAVRIADRLLPDGARVYFSRTYGAPPVTCDWSLGMFLDAARRKAAELED
RNETRTMATAIIDVVTTLGNTLGPAGYRRVTTASGGPFDLTRVSTSLGGSVSRAGAVSATAVFLWTKRGEAGGGAVTGVR
LVGDGASPGEASDEFGVGVGSERLVFSRGAGRAVSELVGELEAGDGSDGRERVRLGSGAALRVARVGDAEADAPGAAPRA
AAASGAGPAAREAAELEDELVPGQQKGDSTLVRRELSAAKCDDEAWWEGRFEPALEKLLLAARRDADGALGARAHRLLRR
TLEALARRLADASRPLAPATTRMLALALTTGAGVAARRAELRPAPAPSAAPPPGAAAARTADRQPAPKQAAFFGRFGGSK
AARGKAGSRSSSSDASTAGSLLGAAADGAALQRGFRPDEPDEWAPPLEPLLGGLLDDVGGATPRNPLRGGRARRTKALWP
LDEGSESEGEGPGDRLDDALGADRAALLRFAEASKQPGASFAARPDPDGDDGRGAGVLLDHFARAGGVDALVARLSPAGK
RPLDVLVLRRLLGAFYVGAAKAAPTIPPAFGGVVARAVQRAGNARIRALAAEAPQHRHRRYAEADGRWDFGEALAGAREK
LCLVVGALARDAFLGGDVHESLDSPATMGDRSASQSSFASLGDGDGRRRRSPATSWKAHVASYWNGAPAGDQPADAGLDA
RHRALRASAERLQVDVAYVAFADAARPAAERLAGLEGLGAVARGVDETGAFQLGAGADGAPPPRPPPPWASGRGDARWEL
GEQALSIWLAKRDVPGAVTKLARGDRDALDRGGAVLAVAARRGPFSPKLVEDLAALAIADADDEAVDAGPEVADGAPRPR
GARAWGASPGGRRRSRGASGRRSASGDAVAPPSSWRIFVALAARLPPDLVARQRDALRRAFSDGGPTPRRADLVGRFAAV
AAVRLRAVASPDEPASLEATLDGGLALLWRWAAAAHAPGPGDAGAARAGRALSALLHGPPEPLERSSVLCCELCVDRLKA
PAQSDDDRRAAARAAALLGDLATVGDGGGPGPGDPALGFRGGGTMVEVRRARRVHVEHRRGASLLAAALDAAEAEKAAGG
PAYRAALDLALALASDALVVVNSLQHAVPLKLCDAADVARARRDDGDFVAWLAAAADRLALDPGAAEAALLELARGKVRL
RGVCAAAVALFELADGRSRRDGYGGRVAALVDVWLVAARGDEPWGERSASLLAKVCRAGGPTRAAVVGRCVDAARAGDAA
AARRAARVLRRALGGGAAPPWPAAAPPPGAPADGEEEGENAAWAALDGVDAGGDAAALLARLRVASALAAGSPAWKRTLG
DRGALRRVGALLEPLRSRGDAAAARALRAALGLLLDLLSSENSPPATGAHLGDDLGGLLDALLEIAATRPRVGGLAARAV
LALAAAAPGAVAGGGEAPAGSSPSDVTPNLGALDRTRDAAAATDRLAAAVASDAFGAAFAACLLPRAFDDDEPAAPRRAR
ERRALRGDALRLARDGDGAAAPLATRLLEALRADDAADALAPEPHARALELAAQLLDAARCAAPAGAVDAVARAVAARAA
DDAARRVDAAELAEPAALDDDSSDGESGAAATALAAHLARVCDLDLAGAAAPAAPAPVARGPERDDALHALSALCDVDSG



AFFAVAEAALRLHGDPEAGDDLRDPESVAARLEAADVVRAPHALPPPAPQGLAPRDDGALRPTSGPSPPGPPPPGRALQA
PPPTQFVSPRAAASAAGGAPAATATTTVVAIPPRRGDEGLAGLENLGCTCYLNSTLQLLVSVRSFRAAAFALDAKQQGLA
RELQLLVTRLQMRDASTVSRRDFCAHFKNWDDEPVDVRVQQDASEFLSNLFTQVERLALAPGDGAVAAPEAEEAAPTAAS
RLERAFGGVFAHELVSVRDPAGNSSRRDEPFYMLSVQVKDRRRLEDALEAFVSPELVDYSWRDGGRREKTSKRASIKRCP
NLCPNHLLLHLKRFEFDLTTLSQRKINSRFEFPAVLDLAPYVWRGDAQRTPSRPDAAAAAAPPPLDLGAPAVKRGDEGYD
SDADDADRDARDRDRVGRGEPVLYDLGGVVVHSGNCNSGHYYSFVREQGGDWFEFNDAHVAPFDARDLGAECFGGAEPRA
PAARGGGLDELRPFANGGPQLQRERTRNAFLLVYHRRGSKQAPEAAAARRDGDGGAPRRRERRWDGLVPPPRTALDRMNR
ENAALRRARAAFDEGAVAFAARLVVHGLRPSPFDDAARDARAAVAAARLGGVLCVRTLARARTDESAALLARCASALATA
LAGGGENARAAARAVLGDLRAAAPGLDRALRRAAAHPDDAARESLCGVFAAALAALEGEPEFADAGGALVRAARETPPPA
PRRRGADYERCAARAACDVLALVCRSSAGAGAALARLEVGDESGLEATRTAVDAIAAGVAEAAGDDPFRTGADDGKVSVP
SAHSLRKLLDAAPFLGGAFAPKAEALALLLERAAPDDAKKALDALTGAQVAALAYGAASLLDRGRHSRRGSDEQRRRSAA
ARSVLEAVVANDAPRSDVVLAALAASLERAGTARPDESSDSDDGRGPPGAEPPPRYYGAGRALRRAWRALGVVLRVDDGL
RHWRATKGLGRAVAVAEHAFERGAKEGKVRAAVEELLKLCKRDAKARDWARTHAHACAWLETWASGHGPPPDRPDAARGA
GALSGFHRAAGGAAAARRPGDAAPGPDGECDGDAPSFSGAALGAFGAVASAARALASHRATPPPPDDGPPRDDGAAAPPP
PPPPPAYHDARPPAAAAAPRRRAKQPDLLHRVRTLAKPSKGAPEPFDALAPYDSDDDPNVLVGRRVEVRWAGGTFYSGVI
SNFDDLGHHVCYDDGDSRVYSDILAKTFRLLHGIDAWRMSVHAMAEYGATTDWKALAAVDAGVASVANASGGVDWSLPGA
RYAVARALLRRDFCVAYEASPRHLVPCVPNRLRYLAWVAAVAGDDGSRALRAVDVGAGASCVLALLAARCRGWRVVASEV
DAAAAAEARANVARNAAWGAADRVRVVVVDGAAAPVSAALAAAGGDDAYDVALTNPPWFESEEARAAAAGGATRADGVTA
AATASEAVHEGGGEVAFLRAMVADSVALGGRVRWHSALLGRRASLKRALADLRAEPRVLDVRTTRFTLGQTTRWAVAWTT
CAAPGAAPAGDKVFGAKKARKRAESRAPRVLRVPAACDAAELRDRVAAFLAFHSPAAAVADAAADDDLFAVRAAGPGLDV
TVSATSQAAGFALRVAAADATPTDAITRLCDALPGEVARTNRRWRRKLNAKAPHGTMMRALLVVVVAARANMLSEMTSFL
DSAVVPDGAPSSPGVSVVRKQPPAAAPPPPAAAAPRARTRATSTSEAKKTRVVFVKTYKTGSTTVSEFLAAVGYDLGLHA
LHPRDGGNFRAGELARRGAAGERYHLSYRHPTPRLDVASLGALVPDAYWCTIMREPVSRFVSTMLFVKRVGERYGNSPPK
LVAAIQARKHDDGEANTFCNNVAWVLLGDARSLAYGISDDDAAAATARVRADLDGRRVDVLMQKDMAASLALVATRMGWD
LETLHARVGAARATKKTRAAPKCADDACRRAVLSCNAVDDALYSHYEAAFDAEVARLRGDAAFARNRAALDGPPPSRPPP
FAAKYPINCQQPNTGPPERKRWKLLNSCGGAEPATLASTVTGADAPPMSVATQPGCTTQDATPSSRQPLTDSRSQAGIVV
WLLSRCVHSFGLFDRRGSHSITSLRYGGPRLTKTTVRCNGGAAATTDDDRDGAARAYVATSAGVAAVMSFQAGSLAARGC
GSVTALSCGVVAAAATGALAARSPSEARGKLPAVPFVAQALLGAVLPHLAFFAIPRAGLSVANCLMFTMPLWTALFASLA
SATFTRRDAAASATCLAGVVLVARPWAAARGSLAGCAAALAFGICGGALNVLVQRTSLKDASPDLLTCSQMAVTALLGLW
SVDAGLIRGFLPGLAALGVLMALQASLRTRGLQLTRSPAVATLLYSEILWCFLLDIAFLGARPAALQVLGAALIVGGAVV
>Aano_F0YE45                                                                    
ARVGEVGLRNLGNTCYMNSVLQALAHVPPLRAYFASGEFRYDINTRSKFGARGALATAFGELLGELDEFLDGARDGPGPS
YDLVAVVNHFGGLEHGHYTCAARRLDGRGWLEFDDRRVEALEIGDVCDDPAAYVLFYARRDVRE                
>Aano_F0Y3L1                                                                    
MRAVLYAALCVAGAAGRAQFGGLRNQGNTCYLNSLLQTLYHVPKLRSAVIDDAPAPAKRGPLARLRPKVPALALARVFAT
LRGNSTARTGALTRSLRVSGMQQQDAQEYLRILVGELLEAPVAGTVRTLYEGALESYLEATDDEAERLGERPSRSRVERF
LDVSLDVDGVDDVEGALGAYLAPETLSGENRWKSDLGPCDARKGVRFGALPPVLVLHLKRFAYDYAYDRVRKLGNRVRVP
FELDAAAFGVDDDGEAYALHAVVIHVGGGLGGHYYAYVDPNLDGNWVKFDDDRVTPVDAAVVAADADGTDYRNGASVGAY
LLQYVRKKDAADLGYTGAQTCAESKSMVAPKAAGAKQKVSPKQLSHEVSEHLTNARWRQALDGLFALTQCEASAVKLGSL
QRWVRDADAARDDAPELSRALLWLLCRVASGAGAGAPPSDAVVSRDLFVAAPREAAAAPAAARPSDAHVAASFFVALRER
AAQRQPPNRHDLTVWASRPGAVALDGDAAPRRVDVAGVPGGFVVVDALSASECAALLGAASALGFERDEPLGDRERAALE
HEKSKSSGAFGCLDSSSDDGDGAATPPPPPPASTPTTDHSLRSRACVLVADDALNDGFFARVAPFLPPALDDCCDARGRR
RGVGALAGLNRRWRCYKYDAGGTYRPHVDGAWPGSGLGGPPERPRYVYDAFGDRLSKLTCLVYLNDDFEGGETAFFAAAD
AADGAAPRVAVTAVQPRRGSVLFFPHGETTGSLIHEGSAVTDRNKFVIRTEVLYTYPADEPAAAAPEPPERGPKKKGGKR
RKR                                                                             
>Aano_F0YML3                                                                    
MSARGRNLRKKSPCSHLLGVGCYELSQLLSHFNALRDTSPRFCLSSPAPCMTCGYARLTRGHDVLVCLHCGHVGCWNPFI
AQDGLRGSGRHGQLHFTMDASHWLAAHVGRFELYCGRCGDFVSDDCFQSRLDSPSIRLARCPNYNYFVESSACVEATSLK
TKSTIWPERALGDIPCLQHFKGEPDKREWGGRGLRGLVNMGNTCFMSCILQVLIHNPASQAYFLERGCASRACLGKTIVA
CGDSERTKPDKLWISETCISCELAYFFAAIFEHRDGAQRTADPIVPHRLLYTAWKLTDLMIGYGQRDAHEFLMILLDGLL
MHCSRDQAHNSISFIHKTFRGLFRSDVVCTACGTTSSYTEPFFDLSVPVGDTARQNVDAEPARPLCLEDCLAHFTSVEVL
VDAHICSGCGAAVKREKQLTIEALPNVLIVHLKRFDALGSRKVTEVVDFPTDSPLDLGPFLSKWRAKANNKSSLPTPHLY
ELNAVVNHHGDANKGHYTSFVKDGGLWFLCDDHSIKHVDLETVKHSEGYLLFYIRKVMAVAS                  
>Aano_F0YP63                                                                    
GLVNLGNTCFLNATIQCLAHAPGVAQTLGDESLHAQAQKPDVAVALRDALGGVFGASRTFKPRELVKRLRAVGDQFQPGR
QEDAHEFLLALLDAVEPPLSSTANPVRAVFGGRTSSTLRCPECDYESATEEPFLDLSLEPKPTLARALDAFTAPEELEND
EWCCRCCGERVRPTKRLGVAAAPKALVVHLNRYDGRGGKIEEHVAFEPRLELETTDGGAASYGLVGVLVHRGQSTRCGHY
TAFCRTRSGAWSCFDDAAVRTCTFAEVLRQEAYMLFY                                           
>Aano_F0YH03                                                                    
MVEVADAEGAWPRKRLLERATFRDFDVGDRDGRKKASSADSSASSAAEPRSAAASDAKPKKRSGSFESDGDGDAKPPGAR
DLPGATGLVNLGNTCFMNSALQCLSHTPLLRAYVLSEQFAAEINRANPLGSQGRMVDEFANVLRMLWSDRYRSVAPSKFK
RALARAKPQFAGNDQQDSQEFLNEMLDVLHEDVNRVVEKPYVEEPDDDDVAKLTYEVAARDAWDRYLLRNRSVIVDLFQG



QLKSEKQCCACGKKSVKFEPFMHLSVPLPSTQEKRLKHAASKKRPGEKQLRAAIFGVSVPRLGEVGDLKSALSEVTGVPR
ADIAVGDVYRHRFARILEDDEPLAAVRDDDVVVAYEKSEAPPSATAGKRPSKRATGDAYADADASDDDGAAAAESADFPG
DLDGVRVGTRVDALDHRGQWFVGQVVAIDESGCRRVHFDRFSARWDEWYGENEWKQGKLAAPKTRSRHTVRVIELQCVHR
RPAAGGASLELFGSPFVVRVASDRSCRSLFRAVVRQAWLFVKRDHRAAAGFPRDGGAADDESLPFKVAVGSTANPSTNAR
RAALVPEDQRAGRDCEMLLATPTAAVGDAVDDRRMCLALDCTHVTAFDDPLRHAPKHKSCLELEAAELRDRAEESAGDDD
GGIPLSHCLDAFSKEETLSEADAWICPQCKEPRSATSKIEPWKLPDILVIHVKRFLCSAKWREKIRTKVLFPLSALDMAP
WVHEEARSLQRGAMTYDLFAVTNHLGGMTGGHYTSYVRADGGDYRWLHVDDDVVEEAGPKSVVTDAAYVLFYRRRRLTPS
TVISLSASGGQG                                                                    
>Aano_F0YCC5                                                                    
MRRSLKASRKAGSVSPPPRDEGHFALEDEVTTAAFVRLCGVEERQSGGGSRSSSRGGYLSFGSRHAGEREREPRMSRAFF
TARVLAELDGSLPRYVARALAKACDRDGDGFVSRGEFCAALRVASRGSAADRSLLLFECVARRDRDGADAAELCEFARRF
LNHGAGRPGVSPPPGAPLGDRVALALRGALPRGFASRAQFVAAAEDLEDLELVAACCGRALCPSPAEVRAGSSPRREAKD
DDAKGAETPRGGDDPEAPPDESAPERVAADRLWRRLRATSASGAVDVAAFRNALGPNVSRKAARRLFETVDETRSGVLHR
AELVANLAPLLDSSAPPSEFRDVVRDAAFVWGAARPGDVGLERTIVDRLAAPRFGDLRARDLNVGESWFVVSRRWLDDWE
TYTDTARAAAAAAAGGDGTTGDLKLWSLQAPVASTQTLEFAGSTLGFTLGLMGHSSLRVRHVKKTCPHEARLDVDDALTH
VNGEALVFPFGERDFTELLVRLKTAPRPLYLAFLRGDGVATRPRRGTCDKPNSVANGSLIIGDDLRVPRLRRDAQLGVDY
EVLREDAWRALEAWYGADGAIERSVADVGGDALELELYPIFVDVLDDKEELVETLQISAHETLGRVDAKVRSCLAKADDD
GEQKTDERRALLKAGAGGEFRTLETSEETLENVVGGEDRAWARLEPREEEGAVPAPKKKRWSFTSTSRSHGDPDAKDGAA
VAARDAGLCNLGNTCYMNATVQALCHAPPIRDYFASGEYAYDVNVDSRYSPRGALAASFGDLVAALATRKGPVAPHKFRR
VVGKFDATFAGYGQQDAFEFASKLLEGLGDDLSGIGDGSKPYLENPQVVDGRCDLDGVVDSENAKVREVPGDPSATERAV
ADACWTNAARREDHFVTTALTGQTRAKLDCKETGESLVLYEPFTALSVPLPHSAPRFDVHVRVSLASNRNWPVDVRVSLA
DAKDEGEAKAAAASFRGRARSRGDKRGDASYPTVGDVLDELCALDDLVTADGDPCEASLGESKRELPAGERLDRATLVAG
RVDDDDPSAIAQLLDDDDRLDLALRRGAPGVRLVDDGDGDDDDVDGAVKSQSNRPRALRFSLRAALDAPDDSPYFLSRKR
PTLLGAPFALRATRSSSCAALYAAVWAQIRVYFADLPRHLFDDTAEGPVGGRKYPFELRRAQPPRPTKPDKGGAYSSRRS
RRRSPDRFARSPGDRRGFAGAKAGRADRAASFDDEPIAPPREDRHAGALVPEDDEANPAFFDDLEDGEFFIVDLLDAARD
AFASSDAIAGFARPHASLAGDAPKRPGEPHRALRDDADRGRESSLQQCFEAAFKGDGDALERRSPKLERDAKWTRDVRLV
VAPPVLVVHLKRFGETGTGRKVKRSAKVSFPLDGLRVDDFAFAGRSDAGAPWTYDLVAVVNHIGGLSGGHYTCACRVDAR
DGRGPRPGDRWLECNDRHVSDLDAKLVCSPQAYVLVYLRRDAPQALVREARPRRRDDKVDVGAILDAATKSSRRARSPAK
VRPEKEKRGAAKARDGNASDDKTDDEDDGPKSDDDGAKDAPLRKSRGRKFVSGLMSALRGGRADK               
>Aano_F0Y5C6                                                                    
MGRAHGFESLEGDDAWHCDALGRKVPAIKRATMAAIPEVLLLGLSRVRFVDGARVKVEGPFAIPEHLDVGHWIHDGVEGA
TDYALRCVVDHRGTASGGHYVAHAARDGRWRRCDDARVGFLEPGDVDELLGRGASDDPVTPPKPETSAGAGGLEDAPAPP
RKRDGAACLVLYARNALPPRDEAFPPDSEMAAVAVEDAQRERHARVESIRKRATKLSVRRKTGKAHGPPVVLWASKAWTL
DRAASAAFAKCGAGDAAGNAPALRRLRVWDPARKSGGKTFRSKDDTSSLEALGLAPAADLVLETRKRDDPPFGHFDPRAA
TLALRVWAGGDARLAAAALNNASDDDLEAAGLTCRDVRLSGTAQDSAEGIAGAVARALGLEPADLEPANVARLRTDMDGV
DALAVDRDARLFGGDELLVSGPEAPPVCEVVAALSRRRNALAVRVVLKAAAPGEAAPADAAPDREVTLEAAATWTLGDLK
HAAIHLLDLKAADEYHVKPPERRAARRVDEAATLRDAGVKRATPPTTCVMLPGPPREPGFFGVKLLLYDAKIAATHAPHD
SFSSGVRVVAHEQATVRDLRSLVAEKLSDMADGLVKPVPKRLANALSAFDTVDIRRVRLRERQPKSRYAGKQLRDTMTLK
KAIPDMESDAGEVALQIDPKGFDDAGDEGTCAIVLLMRAGDNHVIEAVVDRRATVADFDAVAKRALGDDDAVVSVGRAGA
RGKVTWQTLSGLEQDLPAGRPPYSLLREASPALLLRDAAADGSDGPPPADDVAAPALPPKSTPKAPGRKSRNPRPRRPEP
TLAITVAEPAASVSAGGPRRPSNRPEPRNTTR                                                
>Aano_F0YHY1                                                                    
MNLLPLEATTNAEPKTKKPRKNCDKNPLDVYGLGEQAKSGPVWGEAKGLAEALGPDPALRSRADGDKAKPAGLRNLGATC
YLGSLVQVLYHNVAFRELLYKAEPRTKNDDVDVVGALQRIFADLETGKRSSGDVTVLTDLLGLEVAVQQDPQEFGKLFMA
KVEECCGAGSTNFIADLFRGRQRYVTTCTVCKNESTRDASFDELEVAIAGRPSVQACVTAHVGVEYLEGDNQYLCEKCGR
KVDAERRVVVTQAPPVLSVQLLRYVYDRVTWEKKKLRDAIETNASIDVSEGDALVPYDLAAMVLHRGESAHGGHYVSRCL
DWRRDAWFQFDDDTV                                                                 
>Aano_F0YG80                                                                    
MNSMLQLQCLSHTHPLTNYFLEDDGNNRPTFLDEINEDNPLGAGGQIARAYADFVRDVWSGKFAVVVPTALKRSIGTHAP
QFSGYQQQDSQELMNYVLDGLHEDLNRIKRKPYTETLESNGRPDAEVSRESWSRFQMRNKSVIVDTCYGQLKSHITCPNC
NHESITFDPYLSLSLPLPAAKTRRVAVTLLKLPLGTRPLKLVVAVPARETVGALKDALVALAYGADARSGGDLDLCDVWG
HRVYRTFADAFSVEHIKPNDELVAFELDRRGANGKPKGRTVDVLFGKVAAARGSGSAFRAPGAAGAGPAKQYELFGLPLR
VAVNDEATCGDLRAKVAAHCARFVASGDGDAYRCCASTASGTRFESDLGAEAEALPSTVQTVTLEWSDEDLAGRVDASER
DAVDDHASARRRDDDGGRGAASIDVLDCFRKLAEREQLGETEQWYCAKCKQHSRAFKKLDLWSVPDVLILHLKRFQYAQN
TYFVHRQKLDDLVSFPLRDLDLSSQVLGAKDDPRGCLYDLYAVSEHSGGLGGGHYTATAIDDATQVWYHYNDSLVSRADP
STVVSSQAYVLFYKRKAAARA                                                           
>Aano_F0Y9T8                                                                    
MNAVLQLLRASDWLVQYMLNLRLPSREDSLVRELQLVLARMALSGRPLSEAIDASALRRACPEPFNGGDQQDAMEFLRRV
LADLEAARGNTALPCLDGKLKATSRCHDCGHVSHSDHPMGGQMQLKPTGPVCELQELVDAANPEEVFSAATDNAYACDAC
DKRVTATRTYCVEEAPMLLLIHLERFQLDQDTGCTLKLRTRVDVPLRLTVGGVDYRLYAQYLRDEHEAEKGVPLSDEFTF
VDTLSVTPVQRDANSCGVFVAFYANYLSLGLPLNFSQADIPHLRQRMMSDILDGSLATPRQALHYNYARAVSLLLAAGAA
HAFVVGYPPRLRHALTYCRRADIAEMLLDAGADIELRDGGYTPLEVCLFLDRPAIARVLLSRGADVDAVDLARPRSMPMR



CYRLLRAMRAAGSWRAYVDLPRQELLGFRRRLLAFRRLLFRRAFPPTPSLHERLFFEVPEDGLSGEPGGYLVKGDDAEET
RTYVVDDEPPARPRASPRAVPIYGRTRFLRLQARSLWRAADGNPLRVHRVLMGPVEAVEWYRPQFRAGVVAAAYLAYPVV
VDVLSRLPPPNSVEGQYYFSLISIVYATLTAATITDASTRLSALRAAAVDESSMLLPLVKRLEAARLDGAVFKYAAGRLW
DHASLFISSSRAYELEAIGACDDALVEVLEILLAYDQANDDVDLRDAMASAEKLIEARGRRLSLENSSVPQTQYDVLKAL
SAALVLAYAYLTLDAAPETTAFGFEGGAFDASIGVRVLFSCVAGALVVFNSLSEDLNRPFDGSSKLSSETAAYAERERVV
AHVNGAAEELGGKWVYKLGLLQAYAQEHDDARVPSAHVTACGVRLGRWLGDQRRFARTGRLEPRRRAQLLALDGGILLSD
SERAWRAQYGRLADFVRREGHADVPRNATERGARLGLWLLDQRNRADAGLLDPVHAEKLDGLGVSWSTPREARWDAAYEA
LGRYAAARGDCRVPANFTTFDGRKLGQWVVKQRRLKRAGALAADRAALLDALGFAWAPNDRGDAYAAALAAFVAREGHTR
VPRKHREADLGLGEWLAKQRRKPVEERPPALRRVLEGAG                                         
>Aano_F0YBD6                                                                    
MISVNVKWGKEVVVAEVAPGDSPAKFMEQLEAKTGVPVARMKLMARGAWRGVLKADMSLAALKEGQNVTLMGTAETLVAP
AVATKFLEDMGEAEAAATGLVLPAGFANLGNTCYMNSTLQCLKAVPELRAGLDALAAKRPGAGDVPGALAETYRALDAST
KPVEPARFVATLRAAFPQFAQRGRGGGFAQQDAEELYSTLLANLAAALTDAPPRGAANVVDGLFGLELEETLTCAESDAE
PPVTRSDVARKLVCNIQGGTAGANVNHLAEGLKLALAGSLDKRSDALGRDATWAKTSRVSKLSPYLCVQFMRFYWKATPD
SADHAGVKCKIMRPVSFNLALDVFDFCAPPLQAAIKANRDKYGAKVDAAALAAADAAARGEAAAAPATDAMDEGGDDDDD
LKAALALSGVYELFAVVTHKGRSADGGHYMGWVKQDGDKWLVFDDDLVSESDAEFVKNLKGGGDEHMSYLQFYRAKSGGN
>Aano_F0YC17                                                                    
MDLPPGLASSSGPPGLHCPPAKKARTDGLPSWRCPYLDTINRHLLDFDFEKVCSQSLTNQNVYSCLVCGKFFQGRGRHTH
AYTHSTQTGHHMFINLETCRIYCLPENYEVVDSSLDDVVRCLRPVFGPERIGALDGTTTLARDVHGVAYLPGFCGLNNLK
KTDYVNVVVHALAHVAPLRDFFLRPENYAHCPAPLVHKFGELLRKLWSRDNFKSVISPHELVQEITVASKLRFQIGETSD
AADFLVWFLNELHRSLGGTRKRGSSVIHDAFQGDVRVETLSRRTHLTKRDEADVDDTAVSAEAQGWKRDERDLPFLYLTL
DVPATPLFKDTQGGNIVPQIPLFDVLTKYNGVKLSDSVKSGVQSRKRYVIRRLPKYLIFHFARFTKNNFADSEKNPTIVH
IPVKDLELRDQFALEGEAAAEGAKTKYDLCANACHDLPMGLNKDQRADPLQHGTYRVHVRQATSDQWYEIQDLHRAAMYY
DNPGGRPQSAHMTRTGSRTGFGQRESIGNPLNLSLGRIRPMSASTSRTSFVPGASAKSDHSAPPPPMYAKEEPQVQSGYF
VPAREAGASLRFFAYFEEPILQYNSRSVPYHTNRIHKCIITFHPKDATVGVDEPKVRNSGYMQGKLLKRSHVKHPDGRKF
TPGDFVIGEEVTIFGRTFTIVDADLGTRRVYERAYGEALGPALDMPDDGFAAERARSEIKYKQAGQDIERPTSAPAMRSQ
RSATVAGHEVLRFFCAYQDDRRDGDRDRRYTMHYFCTDDTIEIKEVATEGVQRFPNLLRRSRLPKEAFWNPDNPLVDNNE
PRQVNWKDLKCGGSLLVWGRPLLMLSCDRSTEAWYQKRGITQEPLQIAPDDGDKFPQTLPPFNGYGAENDLYAMGLSLQP
RVIKSTQQDYQRFIKADNKVLRFECVFGHRGVSELDKKRSFVVNYHLGDDTIMVYEPPVRNSGLEGGVFLSRGRYKKHIP
DQRSIGKKGAGSVLSRWLRPADFFDGNIVSFEAPATGRLLQTFRVVRADDYTKRVEEEKKLAAGSKHAIILEQLAEKLCA
ARIQVRSTFADRDAAKTRTLPEADFKKAVEDMEQQSLALTRGSKTVDDDVLGQLCWAYGEPGPGGDVVVRYDDFVDALVL
AAPMPKVPERTASSTTTVTSRALEKELVTALRLQIGEANAGNGLLRASFRAEDRDGHGTVDGDAWFRVLRKHKLHGVLSR
AEANTLKQRYTEPSMLHAGVEYERLCDKVYEGDFSDYMAALLMILPERGDIGAVDLDKYREHLTGGNKIPTVRNYLDKVN
VTMRDCDGDVQKKLKNCLRAFSSAFGRNHRKKMLRKHLMAFDVSNTGTCHRDEFVGSVKRIIDDGYCELDTREQTLLFQH
IFPHPWTRQPTDTLLTMLVSRDVKGVMRMHQAAMKQEEDPRFLFR                                   
>Aano_F0YE43                                                                    
MSAVTRLLGGMSAVASAAGGRRRLATVGLSGGRRRLATAAPEHFLHVGPGGDWWEGGGIYAAKHNPSDYLCDYVRSLPLP
VGTRLRGDVPAGEVRAMYDAAAVDAAWLEPAWSAGDPTAALAAPGRCQLGDDWTPCALRDRVWVSDDTMVATFDLPDASA
PLGLSTCACVLARGGAGDDGEPVVRPYTPVSTNALVGAFQVMVKVYERGTLSRALAALDVGDAVDFKHIAFNVKIQFPFG
AKKMPTMAPWGAPCPPMCSPGFAPTMPAHLVPPPNVFQPLGSPGAAAPAQTFQQPIDAAVVDLTAMDDSDVPVERTPKRA
RASKAGGSTKAGVVHVQRLVLPDDIGERLLDMHPDEQRRLALKEKYDEVLASGSKEQVKLGGDDLKKILAARVELPPATV
VDGARHVENLENKLRTRLGPTDPRRARPNARYDGLGEARESQIKFDKVMTEAYLSLTEGMPKKDAAELMLRWLDVPTGLW
DKVKKKVIMEHNQFFIERSYRFTQLKDEHPDVSKASIQHVRASLNQLQREFLGNERISARKKEEVRGYSMLPHAGQMLED
QKRADQGRKRVIQHRFNVSADALIVSNDWFGEPSWTAPGSLNISKGEYFGADLKKAAVTYMRATGTYGAAVRGGAATPHF
KYAGDASTFTGAGAGTGGLDQLLCILQYIGKEGRNPLTGSSIKTVQGIMNVMIIGQVLMAETKQTWDEVFKWLLDACAQI
EADGGFVDPATGVFLHVRFTKGMDMSSRGGACKGVHFYDWRCDLVSSEVLSVHPSTSRWRCAACAGSRRLDGLACPHVAS
AEILSDAVVDRKRKELEESPVVPEEIPLEVLVRFQNPKKTSLSLPDQARLDADISELPKKLPALAGVQDLYDLGQVHAAL
DAAGVPSAMVADEFDSFSIYAPLADVDAAAYRASVVKALRRRRMDYAPDAPVGDLQSLLRERLEAELLVLANRKTLERLE
LEPRSRRVAGRAYIRVDPGKAASCVGVHGVKAIENAFLNLSASDIYTERDDLSAAQRDALLEQLNTVVGRALGARDAAAK
KQLKPNDDGNGIIEKAFGAEQTARIFGPAIDEIIDLVCPTTYDVARNRKMHDWVVEWRAEKRLIHDNHAPYSPGVIDAVH
VSSTLTFLWGTELWGEDYCKNYTEESGRGSWTQQMKLGLDLQDHQQQLMEKMQSQITPRVAHVDGYGYRRARSLSEKAFT
EDFLGEVAPQLSRRLATALWQALSHDRWSIDEERFVEALAIARCGRDEDKLRLAMLVAARATPPRDDGRRGYYGGSGGVY
CTPRAVVALLRAVREDALGAGLDDESESDDEGLYGPPRPDSAPRGVSGERAHLRTADLVDAVGLATSRDEIRVAALLRPS
REPVRRDDDDESDGLGDSDADFTERLDGRRNLARRRERSEAHELLLASVRDQLCAFVVAALDGWAPGALPEAPPEPPGDG
APAATPPRPPAEGAEDPGAYSAAPSSATRPSPDGAPRTPPRRPAPPAPDDACRAASASTADDRGLGSPPPRRRRRASSEA
ERPLDGELAAALFGKLQEHSSSGAVDLATVVDCFSGERLRDRPRLEAPVRGVWVSTLHCRRLFAVLDANRSGVAHREAFE
AVFRCCCGPVTRSSEAREADLCARVGVRAGVLRACVEDALYVRLGVARPADGAAELRVVSPYVSLTLSAETCVPGDTWVV
LPKGWLVGWNRWAEERAARDAGVDGAAQAGAPGPPDCASPRPAPIDASYLLRARDVCSQPRDDVVLCDQDGRQDDGGAGA
LLRALRRDVAYDEDFVFVPPQLYLALRRWHGERGAPVARRVAVDERGRPSFEAHAARCLARRAADRAVVVPVLRHEPVHV
VAARAHRALELHAGRGPLLRSGSPPRRLRVRAVRRDAAPEPRQPPSEAATVVGEPRLQPLYDGPPFSAMYGGSRGRHADA
WTRPCSCLMDASQPGDGDEAPVDVTIELLFDDGGDEPEDGGETHTEVAAPARPVGGLRPDLDGDARVGEVGLRNLGNTCY
MNSVLQALAHVPPLRAYFASGEFRYDINTRSKFGARGALATAFGELLGELDESEEAVTPDTFKRTLGDWNDTFAGFGQQD



ASEFLQQLLEGLGEDLNRVEDKPYVENPDVAGDAESPFPADPRVQVDVAAECWRNHAELREDHPVTALFGGQTRRELVCD
ANDVEKSVGFDAFSSLAVPLFDADSAARGEETVRVRVRLRFARQRCWPVDAVVPVPADAAVGDVLEAAAALPLSSRTLEH
APTLENFDDEPELAAFGGDASNLVAMLPCLGPRPSATERALDAAAHLLSPRAGLREPALAAVFATHCAHRLDIYEVPPLV
DAARPIPPAALCTVALRTLDVAERYFSDPSRLRFFGDPFVIRIVEHETTGADLYRVVWEQLAPFCDSVPRDGSGPPFALR
AFASRGSDRERLAAGTLAGSEMLLPDGGRLVPDDGRVLCDDARCLEGVRFAADVPTSLRRRFNDRALRHALVHTSCAPAP
PPPPIALEACLAAVGAPETVTKYSAAETSVETNHWFRGS                                         
>Aano_F0Y0F5                                                                    
MEPMEVDDPGGAGATTNALKALLAVLAAQRDPRVLRGAVARLGPADALVALEAALEALDRGQRDAGLRLLACARGRLEKS
SPAVAATFARFLARPGDAVVGAAVARAFFPNVAAPGAPPVLDCADGAERALEWLARAHDERAGLARLVADFGAACCGEDV
CRVGAALDWVLCRLSSPRSVADPPSPRVGLLVGALPLLSDADGEAVGLRLMRRLVGPARVDDEGLFRAARAMARWPAGPA
NPTAPWVAALATVVATSGRTRALDGFVLACCLGASCRARNLARRPDEGAERDLLGGLDLVETLLAARGTPATAVAVLPHL
RCVLKAARTPRRALARTEKLLRAILASFPGIRKDHHDFFRFLRPDAAKDGAAAAAAAAARGAAPPPKRPPGRPPGLRNLG
NSCYVNACLRALHATAALRRLLLCGPPARDEAVAAPALTPSKRPLDALPRVTPRLREALALLEGSDRPGLALRSLRGSFR
APYDGADQQDAAEFLHYVLDALEDEADLGGPAVVGDAAKRAAAARELDAVFGGVLETSIECERCGAVSTTRHGVCGKLDV
CVPDDGAPRKNEVGCAPREPAAKPASLQDLVRDQYLAEEVLEGDAAYACDACAAKVRATRTRRFDAMPAHLVVSLGRFRY
DAATNRRRKVATPVDAPRVLRLPADGRDVAYALYAVVVHAGASPHHGHYYAYATDSDVAASERPPAWSLFDDMDVRPVDA
AAPSTPRSAAASPYVLFYARIGGGCPRAGGAPAWRAGLRAFVDADNAAYGRGDGDEPGPAPRGPPPPPRGGAGGAEPFAG
GGALGGHWGVS                                                                     
>Aano_F0XZK7                                                                    
LVGLTNLGNTCFLNAPLQCLLGVAPLVEVFLDGSYAAMVNGASPSKGAIAHAFAELVRDVYAAEPHSAVSPAKLKRVIGQ
HAPQFQGHSQHDCQELFRYLLDGLAEDLKLPPPPPPRPPEPGPETEDDEPAADDAGESSWAAYRRNNRSLVTDTFCGQLR
SSVECCSCHHVSTCFDPYLDISLPIPAAAAGGNEAGPDGRPRNAAGKGNPRGARSRLPNACTLEECLETFTEPEVLEGGN
KVTCERCGKLRKCVKWLTIHSWPKILVLHVKRFAYTSVRREKLATLVTFPVKGLDLGNFISKERDGAAVKPVYDLFATSD
HLGDRETSGHYVANCAVGDAWHQFNDARVSPVTQEELQGAASYVLFYRR                               
>Aano_F0YS66                                                                    
CGSCGIPVRRKKRLTLDAVPNVLIIHLKRFNALDSRKVKGKIDFPTDRPLDLGPFLSRCHGPDCRPLSDPGPHLYELNAV
VNHHGDINRGHYTSFVQEGGHWFLCDDHHIALVDVDTVKDSEGYILFYVRKVLTKLTSK                     
>Aano_F0YBN9                                                                    
MLRLVVVTLSLAAASEVVLGPFGPVSGGADGKLLARLRKDSLGPPAAAASAQINRPTGLLVHGDRVFASEFQRNRVLVAR
TARAAAARPEGSGAWTVFADAGPHCATDRRTRVLSCARLDGAWGLAVHEDLLYVSSFGSDEILAFHRKSRKFKRSLTGDL
DSPEGLAVGGDFLYVASFLDSRLVAFDLKRGGRRTLALGTPVEVDFEALAFVPGRSPFDEAATRGEAARSAALWGPSEPR
ETAAPFVDRLRGPEQLALLGNASLAVSSLHDESVLEIDVESGRLVRVLADGARDGRFAGPLGIAVAAPDGRVADAAGAGG
CAAGRDPLLLVASYRSDAVTVLGDACDGSLSLDDDLLRGPTAIALDPSDAGGVYVSAYETSAVLYFNLSHVDRDAEELLR
RARLVADAEKAGYDNDTACLVNSRWLAHWRLWSSRDACGAPAPGAIDNACLLAGDGALQGGLNWRVHYDAVPEAAWRLLA
RWHGGGPRLACAVVGGGRIALETCRAGGGAPARPGCPVAPPPTAACAACAAPLAVARAVGCGGCRGVAYCDDRCQRSHWS
SHRRDCGRFAELNAAETAAPAAPRRSPRKKKAAAAAASGPAHATFGAAAAAPPPPRPDAAAEAAAAAKLRGSAATASSTG
LANLGNTCYFNASLQCLSRAAPLSRHFLSDGFAADVNEANPMGCGGRVAREYAAALKVAFHRGDRVHSPHALLRSIVRHN
ADFEGRRQHDAHELLTTLLDGLHEDLNRVRGKKPYFETPESTGPRDDARVAAATWAQHRRRNDSVVVDALHGLLRSTLEC
PVCGSVSTHFDPFSTLELELADAPGHRSVDEDDDVDDELCADDSDDGVDVADGFVSLAEDGRGAVGAPGARLPGDPADRA
ALVRGAAAAALGCPADRVEVVAVHALGERDVDSDDDLGFCCERPFAAGPPKRGSRFSRPVAIRDGDAVPLGGAWRVAAYA
RPPPEHRACVLVAEGDAGAPPSVVYYRPEWPAARLLAAVARAARRAARRDFVLLDDAPALLRLHVAARPPPAPADGAAAD
DDDDGASSSSSWCAAESRAARRRARRHEARGAAPDDGDGTAGGLLRGADIAVVSVDWPRTLGAAAAAVARAGDAPKTRSR
DDVARAVAYARAARAASAALRADPDPAAAARRRARRAVRWRSRRALARAARHRRRREAVEPRGLPPAVHGAGALDADNPW
RCGSCAAPRRAVKRIALWRAPEILVCCLKRFGGRGKLDGDVDFPLDGLDLAPYVAHGGPGLVTNHFGASFGGHYTAFARD
DDGGWLKCDDSAVSPVPAAVVKSRAAYVLFYKRRATSSQGIGLDAAKRLLAEGHTIYHGCRSAARADAAVAGAGGGVPLV
CDLADLASVRAFAAALPDDVDVLCLNAGVAPSTKAAAPARTADGFEACVGTNHLGHFALAELVAPRLAARRGRIVVTASS
VHDPAQPGGAVGGAGGATLGDLSGLAKLEDGGPTMVDGAAAYDGGKVYKDSKLCNVLFAREALARYPGVDVRSFNPGFIP
SSGLFRAPREDNWLGATAFTLVAGLVGFAVPVAVGGARLAYVATADGLARGAYLSAETGSRAVTFADGFDDGLISPEGAD
ADLAARLWERSRELVA                                                                
>Aano_F0XY68                                                                    
MAPARPLLVLLRLLTLPAAAFVSPAASATKKLAPLCAQNKDSPERDPITARAAFDALSADATTDSLLRGLRERAEEMRRA
ERDEARREEMRATALDHAWVVLFRGDESGDGIHSLSSNGREIVLAFEAADEARRFALVLRAQGFFEPTPHRMEMSALELF
CESDERVSLLQIPKGTCIVPPDETVDDVEFTPSAAAAAAAADGEGGAPPALRAPGAPVGPALRAPGAPVGLYNEGATCYL
NALLQLLFMLPVREAILKWRPDESDDASGDDASGDDASPPAAPSADLKITGELQRLFARLVLGDARAASTRDLVAAFGWS
GAEALEQQDVSECLNVLCDRGFHGSARAALDELCGGTTVTVLERKDGTRPPRSGEPAPPGVKFLELHLGLDRPTVEAALA
AYFAGDDPRGFPPDFDASVFEAFRRDDVEVDCAATGERVAHSKREAIASPPGALFLTLKRFAMDWDAMDRVKDERPVDVP
ARLALGGADYGLCGALLHVGTCAEFNHWFGWS                                                
>Ptri_XP_002184102                                                              
MATKLFQRMQKSTTNVLLVLALLVEVHSSASSALSTDSCVSTGLQNLGNTCYLNSQLQCAYHIPKVRDLILTPLKSDSDV
SNDRKGNDSGSGESVPAGRSMPFQESPSLQGTRLVFQDMLQASRKQTGPVAPRILCKVLGIPVYEQQDSQEFWKLLLPTF
KLPELMDLYQGAFEDYIVALDGTGRERRLEEPFLDLSLDVTSGSVEESLRQLFGEPELLSTAEGNGWRPEKGAEKVDAHK
GSLLRTQGLPSILQLHLKRFNYDWNTDTTSKLNDPFRFPLELNLSDVCKDGAYSERIFIWPLLRLRATQRSEERMVPIQ 



>Ptri_XP_002183965                                                              
GACGLSNLGNTCYANSAIQCMSYLPLLRAYLLSSQYKTAGDLNRDNPLGTGGKLLEEFAELLRSMWSAKLGEKSPVRFRS
QLGKVNDQFSGADQQDAQEFLNYMLDVLHEDSNKPGEGLYMQSFCVWFRGMLTLRCLSCRFLRRNRSIMADVAMGQVLNT
VTCPQCNFSSRNFDPFNLLSIPIPTAQVAGDGMDLGVCLTEFCKTQNLSLSDNWKCPRCKKFRQGQQNMNLWRLPDLLTF
HLKRFNMSARWREKLTTKINFPLTGLDLRHWCHKESPAVQVDPMESSVYDLIGVVNHYGSMTGGHYAVSESAEPLWLQFD
DELVEPLAPEHVVSEMAYVLFYRR                                                        
>Ptri_XP_002183378                                                              
EDAHEFLRALLGTLTMSGQNKSLSSLFDGLLESAVTCQTCRRPSLTRDRYMDLSLDIQAEQIETLTDALHEFTKTELLNG
ENKVNCGRCGTKRIATKGLRLATAPSILVCHFKRFAFDRFGNVARLSRKVQFPLRLEIGAYMSRVNKARPPPYDLVAVLV
HQGQSCERGHYVAFVKKHGEWFECNDERVT                                                  
>Ptri_XP_002181559                                                              
MDENRKRKASEDIEEGIVCPYLDTIQRSLLDFDFEPACSISMQTGPHIYGCLVCGKYFRGRGIQTPAYTHSVEESHFVFV
HLTNGTFHCLPDDYEIKDTSLVDIQDALHPKFSPSEIRTIDTHTELSRDLFGRRYLPGFVGLNNLHKTDCVNAAVQALAH
VQPLRDFFLSKSHNESLLSSKKSQASNRLAHHVAQCFGELVRKIWSSKRFKSTVDPHMLIQAIATASKKRFKVGVQAEAG
ELVAWLLHRLHVGTGGGRKAGSSIVHKTFQGKEGLKMNDQEVLVEIEETATDTHFLQLTLDIPEKPLFRDEDGGLVIPQE
PLVSVLKKFDGVTFSDALNRSGVAQRKRYQLLKLPDYLILHLARFKDNRYTKEKNPSIVMFPVKNLDLGEYVHKEKQSLP
TEEQIRGMTVRQKYDLVANITHESPADDGHYKCHVQHQATRQWYEIQDLHVQEIMPQQIGLSECYLLIFRKSGL      
>Ptri_XP_002180821                                                              
MNDMNRNFEESVGTFYDPGSMYAAAPIDFTLYSGSQGVDLGYRHYQSSACDSNFGVEPLPYDEWNGSDAAADTEAGCYSP
LGAFKPQIYGAPVSAIAYDGTFEAMYVASVTQSMSSRFNGHRASVLAMHQTTDGSVYSSVAGHPEGPGHILNNIYDSVYG
MTPSMSTAGLPGYRHVPKHAFKPPYGTNDPMLPGVGSRGNHHIGINSLVPTMNGYVASVSPAGVRVHSHGGLQVADYHVE
GMICGTQHPSHDPSLVTHMTVGGLAIPREKGSHTSNYQMLCLDLWQGLRVVSSYTIARNTKNVSCTAIACNNSKGSILAG
CSDGHVRMLDGQLREEARLKSHFGGVADITVSSDGNLLATVGFGSRVAKSTKGQLYGFPDPAVFIYDIRYLGRGGIPHPF
AGLNGGPRYVTFLPEVQGLPSNRLLVASGQVGGGLQIIVPFEEPSNAGSSFILPHLNMNESISSMTVADDKLALGTSQGS
ILQYRMAGFHHSIDSHGLRRGAFVPSTLHAKSIKEPNDLLPEETRKTKQVLSLPSLVPPPPAISVDTSVLLKGSPNARSG
ESEQLKALFSIYTMVADPILSMIGDSRDEAATSFGRLASTATIEQSKLKVSSILLDRASHNVDFLETIPTSDLKLNLFHD
HRSDNVKISPTRKALLSNPNKFLYSSVLFTTAYEESLNRSKITGRKHRKEESSRDEKESLMRIPPRYQLTLRSSGKFAAS
FNYAEFNQSGILPGWDYPPTMPNAFVPPVLMVLYFIPEVRSSVAQLRLEKFTSKQLSLSPELAFLFHRIERISAFAMIYP
TYSDTTLPTRLGIWAPLNFLSILQEMPEAEQLQILDGSPAAVDTFRRPEAFYRFLLYQLDKEMCRKTEPKLLDPLVGISF
TSVNEFLSGTVSPTASSTRSLTVDLCYDPFVGMNKNGTRSSGPVRFSTVLQHTLYRETRLRAWNQISKSYETIVQRKMAT
SLPAILSLSSACAGRDETEGLALWRGSNSSNGHWLPEMIEIELEESGNVVVWELLEDKSTGKEEWIECSGRSSSTPARAS
TILERRKTRGTKRRYRLDAVLAIVRDDLDSSCSDEVAGLISNGQYGHHVVFARLGKDHHRSLASQQLGTLQQMDHDCEKN
DIFRDTLAASRFDKRIYEKRVELAEKMVETLSIDSSSEDVWLLFNGYVVSKTNIKDAKAFDVKYKEPSLIVFRALDSPIS
SINVTDISFVSPDVLRTHSITNGSLSRHSLSQNVDMLPGKGELIAFDAEFVSVQDEDYSLTESGSKVTLRETRHALARIS
ALCRDEAVLFDDYVLPIEPVVDYLSRFSGIVENDLHPKHSPHHLIGTRAAYLKLRCLVERGCIFVGHGLSGDFWTANLAV
PENQIIDTVEIYHKPAHRYVSLRFLTNFVLKRDMQQDVHDSLEDARAAMELYQTSIALKQQGKFDMLLDDLYEYGQKADW
KLGIERGR                                                                        
>Ptri_XP_002180407                                                              
GVVGLRNLGNTCFLNSSLQCLSATIPLTDYFLGYDYRSEINQHNVLGTGGKLATAYAELMKELWLQAAPVSGYTKISARV
VKPTRFKSSLESFAPQFLGTSQHDAQELLSFLLDGIHEDLNRIPKKPYIEDRDCDGTHDERDAIEAWKNYLRRDKSLVVD
IFQGQLRNTLTCLTCRHVNVRFEPFMYLSLPLNDDSHTLDDCLRLYLAEERLVRENQWYCSVCQTHRDATKKTDLWIVPA
ILIVHLKRFKFNEYGQLGSKNNACIRYPVGDSWDLSGVVCSRGSEEPLYDLYAVSNHVGDLGGGHYTAYSLNRFDDHWYE
FNDTTCRKIDDRTLQGNSSSAYLLFYNR                                                    
>Ptri_XP_002180388                                                              
MNSVLQQLFMMPELRDSMCSAPLPRSLRSSGGSTVLVGNDLVGKKISLQWDTGISYDAFVEGFNDVTGMHIIRYCPIQIA
TVGGSTIHQIQPEDIDSLPPVLPEEFILTEGRSGMETGVYDVVSDVSENLDGNEMSSKAINTIQETEDEKTSRHLLEEFQ
RTFIHLQEGSKGRCFDPRTLVEACACLKLEFDVWQQNDASEFATKLLDRLEIALRRWAPEHFRYMDHTFGLKQTKQKICK
QCGMKSNREEKLLNIDCQIRGKSDIHEALAAMTDTELMEGSNKVFCDNCKVNTDTVLRTAISTLPNMLILSLKRFDLDYN
TFETVKLNSRCAFGQTLNMKPYMLEGLEEAEQGAQGPSPMETEDANNSVDVNISPAGKDEDYEYKLAGVLVHAGVAQGGH
YYSFIKDRNPGSEEKWYRFDDEDVTPFDPAAIETECFGGKVKKETKWPNGQLHTIEQEQFANALMLFYEKVKSSDLPPPS
DNPMRQRDINTSVCSTGFDAFEPDVRRANATHRWQSFLFDAEFHAFLKGILGICRIGNPPGNGGRDDWQKQCVPALLSFV
FDVLLYSSDRSALNDWTQMLEEILLSNQEVSKSFVHHLAQKCDNVSDNWVRTFLLECPDQSSRQAAVRIFSAAFQSCARL
ESELKALADWTAAWKQQMEQLSVQQREANRLVALPCVLEREWKGFEDTNKLDGSASSMGKIISFLNVLLEALPRSFRFNA
EVFTFVRNLATMLLEGDENPFTLALIEALIPARLVTLAVRDRVASPLCLAFPGLSVPVEVARSQLRAESNASSHMMSMNT
NHSLNGPDMNSIRGPTHSDLMALFEALVCILGLPGAVHVPIVRDLEDLGRGRHKFALNETTVKALTAVFQECCSPGAPGM
GQREIEIYLSRCDVDAANVSKQKINDIMSKYPIAKCDHDLPGSNFLSLEGFLAYYEDTVQTNDVRVRADLHTFGFRPDLT
RRSRLSRLVPVRNQEKDRKPPESVAIDVAETFRDGFADLGRYGNLGLSSSPALFVLADSVSEALSQYLIAAATYRRDTNS
LTLATLQEIHRTPNDWNGSESIGASLNILMVIAATPDDDQDERISRIMSSQGKAARNVEYGAGILQVLRAFFRTRQAQQF
SNEMRWGYERYVGLLKELRRVYPVFVWMNNHRDQWSFVEREVLDSASRLQGKFRTEYVHRVPDHAIQSDHNSHADSDMAN
INDSDDDSQLSPADHYNGREISIPNSEANDGPYQIVVEGAGNSSVNGVYHQCGYFEGGCRYAMSGNWRNERYRFFIFQCN
VSNNTKHWYISIVPYDSQPGTSADIDFYTAPATSDFLRVPPHTGWVKSQEGTDPLPRLTYKRLSSEGGTPERVLNGSVLE
ESDKSDSPYI                                                                      



>Ptri_XP_002177539                                                              
METITELATLANVASPSDVVWNEECAYTFHSPYTTDQGIVVDLNTFVGTCQEMALTTSSRGIFVRIVKRRQRKENKAGAL
ETVSVEAPTKLALGVEGGFTTEEDQFETVCTTSVVVLEKVGSLVQIAAEIPYTEESKGTFPTMVAISVDSILNHAGNMLR
QDVKTWQLDQDDIQVSKYAENLPFVDNGVEISPDPKSWKCESSGATENLWLNLSDGYIGGGRKNWDGSGGSNGALDHFKE
SATQYPLVVKLGTITADLETADCYSYAPDEDGPVRIPNLAGLLEKRGIKVSAMQKTVKSTAELEVELNANYAFDAITEAG
ANLTPVSGPGLQGLQNLGNSCYLNSVMQVLMAVPELSKRYGTSPGGSLTQHNLLQNVPPKEAAGNLLTQTTKLASALTSG
LFAHPIAEEIGPDANAMVTDPKYRLAPRMLKNVVGKNHVDFCTGQQQDAAQFLQYYLELLELQERKASARLTKGDGPLYT
TSHLFGFRTTSRLECQADQAVKYKDSATETIWSLRIPMEKAVPKPVPRLSIEACLDSWASETTIDGLQWSHLGNAKHSAT
QKTRLTNFPRYIVLQAQRYTLGPDWSPIKLEVSLDVPDEMDLSKYKFLGPLPSDRVVPAESADTEAKTADGPTTPAVDEA
ALAQLMDMGFSLNSCKRALTAVGGNNIEAAMGWVFEHNTDSDFNDPLPDVGTDVSPEIGKAVAESAVQSLADSLGCFSVD
QVRVALEETNGAPDRAADWLFSHMDDLEGAISALKKNRAPVEPVGSEESVSLEDGPGFYRLTGLISHIGKNTGSGHYVAH
LKKGDKWIIFNDEKVAVSEHPPKEHAYLYLLQRTDTIDSPHESY                                    
>Ptri_XP_002176588                                                              
MSSIAGAAASKTLWGKIKSVPIQHPFAFGFFLSGFKTSFSDLLVQKVVEQRETIDWKRNAAFASFGFFYLGGVQYAIYVP
LFSRMFPGAAGFAAKSIRDKLKDAKGMFQCGAQVVLDQCVHHPLMYFPVFYCTRELVVHDKPDLKRCLNEYRGNMKEDLV
ALWKVWVPSTIINFAFMPMWARIPFVAATSLLWTSILSAMRGGDVSHGEEMAGGAVTGATLTMVEAGFELLFTSNVELDR
DSNHLVITASGPDRVGWIATLSRAIADQGGNITHSKQVRLGSSFICVLHTAVDPELQHALMKRLEKIPELEGLSLQCNML
TRRATGSFDPPVMGVRLHCAGEDKPGMLASITESLANHGLSLENVTTSVRHNKKSGCDFVVDADCTLTRHLDQDQIKAMV
DDLNHLKQELDLSTVDIRVQRLAAERRVPYGPRWDRLEYDWFPMVETFPTAPKAKIARGFKFHGGNAPTRPWFPARRTAR
AGIRVPRPRNVRTVWYELYTGSIRPDPWRTNTFGVAMPGICGMGRDVTVSFASIRVQVHRGALRETKPLLTDTDAVATLT
GQTLLIGARGSWYMKAKDLTALDVSDRVITVSCASKTVELRDARNERDFRMFRQKLQHWYETQRSETAFGDFLHTSAKAA
LGSPRSRVSTSRSTQRRRIRGTYGSQATRSVSTAVAPTNRSWLPEVFSEDEGEDTHLLTDNAVETPREKAVEKADDDALL
PAVSNGNSVGKKRPRLQKLKKALDDTQTALEDDSDDDALFDDVHPWTTPATQHIVSPGGALTERKSPGRKQKRLSSFFPR
KPTQKSFDPATAVTTPPRPVPRTPTRLSSPAATRLVKSARKSLTHDAAWLERSPAAKSPHQSSAERLFGKHNFFHSSHRN
IKSEPEPEDPIQEFGDPTSATPTFQLKLKPPLFSPCDTSTPTKNLFPEVDCSPSLQPEETSKLTPPPLIPRYPCRGLRNL
GNTCYLNSSVQMLCTVPDFTSRLDQINDNAPLATSLVQVAHELRDTNAPLSVRPRAIKDAMDEKTHKYQGFEQRDAHEFL
SDLIDHVHEELTEKSKAEPSKESEQTPPTDDFRLVVRVCLKCTSCGYSRNKDEIYRHLSIDVVGDATSEEVSDVSQASVE
QGLARFFQPETREILCEKCKRGTHAFQTLRIVQKPKALLLHLKRFLVVEKPRPLSPNHAEATTDENSPPNSQSSSPTKTA
PPPPEYVFRKNKAPVLIPATLSLDSYQTKETVQDGNQVASTFSLQSVVHHVGNRSSSGHYTADALRLVNKNGSETESAKT
MQWISFDDGCSGRTSLEDVILDPVKQATAYILLYSSTPI                                         
>Ptri_XP_002176585                                                              
MATLILLPASEFGFAKDYAEAPIQDASATNNRGDSPLEQLEESEGDQVSVPSLCQEDEVELQPARNEVYAAAVDDGDDGD
SEHCVIRDEDHLDVAMMEPTTQLLEEASSPLAMDEEADVPISITYSTDPGSDTDFGGLLNLGNTCYMASALQMIASLESF
VDELKTKVEEIPTDSQLQRCLVDLFDQLARGKSVRPVVLKDTVDTRSSLFVGYDQQDAHEFLTTLLGMLDDEYNIKTKTT
RKVNENLVSYVNTPDDAMDEDNDGEMDETEPVDMNLSLTVNVPKGSALVPHSVDTIDPPSLLYSRHAFSELDVDEIRHLL
HGTPTSREGMLLPAYTAATEPRCKLVGGRMHTTDIPWTSYESHSFVGNQMKDNECLNSHHSPLHASTAATSTADDADHLT
ADDDKVVSPVNDFFTTVARARLTCDSCMYTRTHLETFLHLSLEIGNDVTVEDSLRRFFAPEPRELKCEKCFCERATQTTE
IVKLPRALLLHFKRFIVDVSDDWASVSYRKNQSAVVFEDTLSLDKDMGVLSEFLATDYSLPTTSGTSCSLGNRYGIRSVV
NHIGASASCGHYTADAYRRKDETRKWMRFNDAFVSSISEKQALLDSQKTAYMVLYELE                      
>Ptri_XP_002182651                                                              
MSTAVPLTIKWGKETVDFNFVPETGVKGLKTELEEKTGVPVDRMKLMAKSKGLWKGVMKDDLDLASLDWQGAVAKAGSAG
IQLLLIGSAAKLTGPSTTTVFLEDLAPEEVAKVQEPSGLVNLGNTCYLNSVVQCLRVIPALRQGLSVYTPASDSNTGNRN
AAHTMFLSSLRSTYQSLDRQANPVQPMALVQATKMAFPQFAERGRNGNPIQQDAEEFLNGLFTIAASLGASNWMDAIFGL
KLEETLTCDEVELEPPVVTEDLHRKLVCNIQGGSDVAATQNVSHVYDGIALSLQGSMEKHSDVLGRNAIWTRKQRIARLP
PILVMQFGRFFWKATPDSQDHAGVKCKVMKPVAFGSTLDVYDFCTESVKAVLKRSRDKALKEEEDRINQKTEVEADEDLQ
AALAMSLETTDGTAKTPIGPGLPENFQGQYELFAVITHKGRDADGGHYMAWVKADNPTNEDWFVFDDDEVSPCKTEDVLK
LKGGGDWHMSYLNFYRAKK                                                             
>Ptri_XP_002182362                                                              
MLILLEAGTANFFATFLRNTCYLNSSIQCLSHTPIFREYFTSKAYLNDINTTNPLGHQGHLAQVSAVLINSLWKQFNQTP
QVPLRRVRAPGSYAMVNAPSLTPKTFKDSLGKFNDHFAGNEQHDAQELLAFLLGGLSEDLNRIMDKPYIEAPDSDGRPDH
ELADIWWTNHLKREMSIIVALFTGQYKSLLTCRSCKYESARFEPFSFLQLPLPEDDQLTVSLVVYPLKDGTDTLKYCVRV
NSDGKLRDVLLALAMLLYVEQNGKAVSPIEDSPLQGNAMTESDGVSTDESSDGEVLFVKPRASFLAIAQRRSELVSQNSL
HPLAHRVFGTPILMRVNDLQTCTGRDLYDLIAARVRNVVPKQAIRFLSEISSSKKTVNLKEQSVELTKTGKRQSVGRTTT
DMEEVSAGPVPRYGFRLRITSRDGRRCLICRWFDCCVGCLIPDDDEFTTGNHAGSITLEQCLDAFAEEEKIPEAYCSRCK
DFRVQTKRMSLWRLPPVVIIQLKRFQFTQHMRRKLRDLVVFPIEGLDLSRIMAPDSDDGRSEMLYDLYGVVHHQGALSGG
HYVASLKSEFDGQWRLFNDAQIYEIHDRDVVDASAYILFYIRRDVSKAHLSNFWETSKEGTLSEEDMDTLLKGRSDRCVI
S                                                                               
>Ptri_XP_002182093                                                              
MAGPNGKGGRNPKKKKKKKTSPSNRLVDGDSSVPQNAVTVNSTIPTNTITTNGTSEAATDWYHAALACKEQGNAVLASTT
PLHRDPTTTNHTNPIQQAVADYQRGLACLSAVADTPAAATECWRDLRTQLHGNLAIAWAKLGDYEAVEAACSLVLDSPTS
AADVATAKLWYRRGTARYERGRHGPDDALLHASHDDLRHAQILLEQIDNNASKSHHHNNSNNTMQQSVQSAMQKTTRALE
ECARMCNRSSNYSSNGTSEATVDISMSLANVTAVRPERPDPLTQRDDVRKLLLARHCGFAQQQQPPSYGNGHGHCASETV



ESTAGEALFLIDWDWWCDWCYHVGLYATNAPQIQYYMVQGAVLPDEEEDRDMDQSDAPPGPIDNTALFLLAPQVWHAKKT
LSTAQHFYKTWYLSYTTTHGHTTTVDDIVPPLQPHLVRGYHYELLPREVYAALRLWYGELTPSICRRVSVSRHVPTVHLH
PQSPTLQPATGPTSSFCSACYRAGATMRCKRCMSVYYCQRSCQESHWQFHKAPCKRLAATNTEETVGSPVLPPPSYGRVG
LHNLGNTCFMNSALQCLSHATPLTRSFLSNLYLIDVNVDNPLGSGGNLAHAYGAVLKDLWMKSNTTSLSPTALKRAIAMF
APRFAGCLQHDAQEFLAYLLDGLHEDLNRVRQKPYVEMPDITQGQNMAVAGARAWEALRRRDDSLVMDTFYGQFRSTCVC
PRCQRVSVSFDAFNHVSLQIPTSVNATISVGVFVMGESGRWTRYGVSLPRTATTATLRLHLTELCGGKDLARLVLLEVFH
NAIVRVVDETKSVGQLHPNTVLAAFDVDPLTGNADPTFHVCASHKLLPEDGDNNLDQPELFGFPFMISFSGKTTCRQAWE
HLWSKVQHLVAHGSDEPDSSARDLLQIHLHDHRNQRLPVFPVANLDVTLAEMDNAMDTECTSALPRDSDLRLIDLLGPKS
TDNYIFFWLEWQESPDVVLGSVPGEKGLESRIDEERFLAFESDASWLLCQKRQRAQSLAKGVTLDECFETFIQPERLDDN
NMWYCSNCKDHVRAMKTMELWRLPNVLVVHLKRFEFRNVLRRDKLETLVDFPLDGLDMSKHCGSYSSRSFEDEHVPATYD
LFAVTNHFGRMGFGHYTAFARRWDEEGIHNEHWALFDDSSVQEVTDERNIVSSAAWWIFCEGN                 
>Ptri_XP_002180803                                                              
MTLLGTTATEPSRSVARPLANLGNTCYMNCVLQSLAHCPELCLAMDTQPHRLTCPVATENAILSRSASPSSSPDDSLTGN
KEPRKTATRKSRRSGRKTPPDDEDTASSSGWQFCALCEVEKHLQSVHDSVHKDKPVAPSTFVEGFIEHVAPWFKLGVQED
SHEFLRLLIDAMQTSCQQARALPHADISRDGSPQGIKPDHRNQDYEYPFSLFRGTVQSNVTCSSCQASSSTLDPIEDIGL
EVTLPSHVSPGANDRSSRNSSPVPAPALADVQAAFQRFARAEALDSGYKCEKCGKVGRATKQSCLSSIPPILTLHLKRFR
YGDSRTTSTAAAGTTGRRTGRSEINQLLGSNADFLAGKSGSAKIEGHVKFDLFFDLKPYLTAELKKQHSNMFCRLFAVIV
HAGKNSHSGHYIAYVRSLARNEWWKMDDGRVTAASEQEVLMAEAYMLFYRVVQHPIAVQLEEKCKAKFQNRHEREHVQAS
IAATSIEPEQSSIRGSSRKRAAPAFEDGEEWARAKTSIPPRLLGLIRKAQEMVADDIQLSPDYFKMISEEAAKENAAIGK
GPSKSICEDDVLGGAESFRRKLCDLFYKLAKHFDGDGSGNGTSWLCRDKSDRANDDAKRVAVVEPEDVDLL         
>Ptri_XP_002180717                                                              
MTDKSTANYPIVVVDVDDDTTDGENDEVSTIVRTRIDTASPTTSPIRPHTPLEEAVHGGLRLTRTRRTYHETAAPPSSPV
TASSPPSTPLSFTAQAPKKRKAPVVHEPYSAAANMRAAMELAKYELLVDPYRGMTKLRDAHHDEERDETDTNGHVATSPS
LATVEITPRPSPWQTSCAVAIPESGDCRSPTDDGDDIANWEAADIVKRACNCSCPSLTSWTSALAVARDKKRKKSKHQRK
ANSTVNTHVLDGDTVRIGQRPDGHAVRCPCDYNPFCLVSLGGVVNEILVDRYKELETKNDRAGNGEVEEVVDDSSVTNDA
EGPVQPNRIISDATQEDMNAVRRSISVRVEPIRSYLEHTLQDLTPALTLEDCISRIRKRHAALIFVNPLLKEKADSPKDN
DALVMSIPPGMQNLGATCYLNTQLQCLAQNLVFLEGVLSWRPPTSTVDGNANPDPIPQMIETFQSLLASMRIGPHYVLNT
KDFSNALRLDHYEQQDPNEFSRLLLDCIQQSFQSATQQRDLATLLPHLFHGKTTYTTTCQVCHKMSTTTENFMDVTLPIV
KPLREKSMPGQQSLADAFGKSKAKKNLQSYDTDVQYCWDRYVYDRNRGTKKKVTDKVLLPTELEIEQATTSAPSTSPQVE
TEPTKHRGHYVAEAMDWQTGQWFEFNDAHVTLLEAPSCSWDPLFDSDRSDDRKKDTKETKAKKGSEDAYNMYYVEESFLA
QSVLDSIREIDPQTGASKSESEDGASALKTAALTRSEYFADLRRTYGTFGNL                            
>Ptri_XP_002178932                                                              
MKSFLLKQQFPDHDKALRHAEDSLEAFESKSNHGVPDTLVRQACACPHLREVLPDALQLDYVETSTGNFVLANPVHSLHL
TAHLDAAWLKALKEEPIMYGEEQERMMAVRTPGLAETFHPWLKSQTLIPFQRTRVESETDSVKASASVEPPPHSSNKDDL
EKAKVPIAAGVPVQKSLDAQSTETTATLADVTSSGGDSISRTMLPPDSLTKELLKKSASGAVEAKELSLSNPETSLSNEK
SKLPLASAPLVSETAQVAIPASIPSSAGKLQPPVTQDSIASPSMTHTSNTATSIPKPISVKTDQGLPSLASPAQDANHLS
DTRFWSLQAQEDQIRILHRALLSKRTAALAKSKTSASISTAGSPATKKRKAESKAVSISSLSAWKHYENNVPTAVLTPDE
EDDYHDQMTAATRKVEKWMEHYRLARESYWQMRKQSGMGIETSQTRPFGAMDDDSEAGVDTGGLLCRQCFSNEPSWMPSL
SGKPKIRQICRGDQLMRCLECTFVGCGPSSTAPSSEQHILRHFLLSNHKLGVTCGREARVYCLQCGDFVYHEIFDHERDR
VDLATKLPWQAWKPHPVQRSFDALQFMRIQDQGIFWRGMIAAFPPLVPIEHVRAAQFCRLRQVLFSGEWDLLPLMTSSTA
KSFARAQWEKPIFQRGRILAPVGMYNLGNTCYQSAVLQCLVNCAPVQKYFLEQVGHHHSSCQMYRKTAGRSMSSASSSKS
KAHSVCLACEIDKILLDYVGSSMGIDVRQALLDVCLPERRIFLQASTKKASSTFNTPIKQGEPLAPTEMLAATWVCKGME
HLAGYEQRDAHEFLHGFLEALGKHTQLYREKMYKMISTVQPSNALMPLENPIEHDFVKKTFEGKLRSVLICQECGSKRTQ
LESFLSISLPLSSEVQRVTTALPGDSDPYIANGKLSVERCLRHFTLPELLSAPIDCPSCKKKTQTKKQHVVSKLPNVLCL
HLKRFDAAQNKKIEDFVAFPARNLNMGPYLPHWCEVTSAPEIGGNSLQSAQVMYSLFATVNHFGNLQSGHYVANVKVNEK
WFHCNDAHVAQAGIGIGEREVLQSNAYLLFYIRSK                                             
>Ptri_XP_002177189                                                              
MSKKRNAKKRRREQRRQMEEHSRLTNDSFQDQQRATSTNKHSKGDGAPPSFDKSRSVNSSSLPTAVDGFGSQKRSIAAIQ
FVYPERNGRKLYRFQKELLDTFIVPPQEKIEKGLPEFVATNVSLNDILYPDSNREKQSDSGSQLKGDSSQKSPKILHGEH
HTNNVVKELRQKNLDVQSLSGQSQGQLSGMSVEDAVRDKLGCRPRANSTDGELNLPQRGLCDERKVLESFKWIPTNVNLS
YPKGFVNLGNTCFLNSTVQCLAYLPPFCQSLLSILSHESKHGEKRKTSQGRKVTFILRSLFSQVHGIDGGTTHSGSSLAP
RAIVQAVPTLGSCGSRKGYKFRPGRQEDAHEFLVHLLDAMNDGELKEAGINQNASGWRDRLPIPRLDETTFIHRIFGGYF
RSQVRCTSCNNRSNTYDPLLNLSLEVSRKACNSVAQALHEFTRKETLDSQNQWKCSGCKKYVCATKQLTVFRPPLSLCIQ
LKRFTYSGRLKFSVGFGSFGNGGGGQKISKSIEFPAQLKLPLSDGRSCGYSLTGIVIHVGGSASSGHYTAYVRKPGGGSK
SQWFHMDDSFVEAVSEQTVLRQRDAYLLFYCREEVKLEFPTPPMSAKEAQELGRAKARARADSLTELQASASTSLITITS
KSLCHESTAALEQKRKVNRVEENSNGTVASFPPNLRKQEQNENGDLLEKQRNETSFSAPGKKTDSAELLPTPITAPDFGF
EIQRSSVKQFSRRSPDPSKVVVSSKSQRERYGGNIQLGQSPMMKPAIALPDQGEESSSEESSPSDDSSVQDQNDSTSSAR
ISLPVIKSEAKTSFADVSSSSENEEKAFRTINMTESESPHAVQKKALEKPRTRIVLDRGEGREKVEVMMGPRSETKAWTP
RAGAVTKSEDYALLGNQRVGRWDDEGNDVATRQHDRGRENLIQQMDKKESNRKRKMYLDRWDAMLDQGQTKKVKEKTDSI
KPTTPKKNVFQRIQSSVQRMNRGRAKGHFRPETQKKKRGRRSL                                     
>Ptri_XP_002176605                                                              
SGLGNLGNTCFMNSTLQCLAHTHPLKRYFLSGEYGDDLNRNNPLGTGGDLATQFAQLMMDIWITTAPPRNFLSEASTGYD



SSSSLANNVVYPRNFKYTLGKHAERFVGYDQHDSQELATYLLDALHEDTNLVTKKPYVEKPEQKDTESDQEAADNAWELH
LKRENSKVLENFMGQIKSRVQCCKANCNRVSTTFDPFMYLSVPIPGSMERILKVTYVPMNPQQRMQKLEITISKMATMKE
LFGLLKTIDDLALEDTCAVDIWHQEVYSWYEPKNEVDRIRDNDYTFLYELAPLAMVKAMGQTVLNGIETDDDVGLGTITK
HYQLDLATMTKLNSGDDWSAKLSTYLQNPTMLHNSSRDNCSELVNTSTNEEDVLDIIERCESSAFLENVRSRHDLAILEF
IASKMRKEIVSLENQQTTMYPDGVIIQIHIRKATLLSGNHRTDECVARKSSNATTVLDCIEKYCQMEQLEDTEMWYCNKC
KDHVRAWKQTHLYRCPPILIVHLKRFQYSSSTHRRDKIGLFIDFPLEGLDLTSVALHWTGAEKPLYDCYAVSNHYGGLGG
GHYTAYALNDDKVWCHYDDSRVTANVEPEEVVSEAAYVLYYRR                                     
>Ptri_XP_002177183                                                              
MAPVRGIFNASGVSCHLSTALLVLCHALKPISDVLIRLSQTDQADYYFRHLGLLFQKLGDDEDDEPVDPTSAYDIIETKV
GVNSSDLGDATSTLAKLLQSIREAPPASSVYLQPILNLTVDGGQIHSELTGYQLDELYPNSVNMRLKTLDSRPMPVPFSL
PAKHSTLTQCLEAKLSPQDLRSYTWSGAFTETVVSRDDVDTCNLKGRGWTTTRRIVVEKIPSVWILHLERFEYHDGRLEP
LYHTVEIPEKLELGRSSICTSKDFVLAGGILHVTDTEDIDDPDNEGGHVVAVLRGAGDQWNLIDDEKVVKICSKTALELF
AGSKSQKALKGSFVCGVLLVYQNNASLEATTSTLTAIMQQLDKHLINWSDPNSLIGRRLRIL                  
>Ptri_XP_002176460                                                              
MSSSALPDKRRTLQKLVVDSNNDLAEAATPITSNRHGFEILSTIELPAVADSLSAPVRTASLSSIQHAEISSPSTVQLPR
FSSQEIEPILAPRQMFLPMNESNGQQLSSRGTISYQTSNGFFPYVPALPLARSGDADYLATFVLCVSTLTPPLLEYIVFR
ITYFLQNMPITSGLNFPRRSEVTRKHIPQTRQRPPQDGDGRVRGIVNFGQTCFLNSVMQSLASLEPFVAYLEYVVEKEKK
DTLQSYFSEPTTGDDLPDSRVSEGVLSLLLAVNGVVHTESIDPREILVSVGQQHSQFKSKSGGSSRHHIGNEQQDAEEFL
QALVGMIVGDAKLDGESSVVPSAFAGFCNSDCEQDDILTVLSRERSPHIVRSDADSYIPSLLVGGKRDGVDKQPPSQVAA
KDSRPITSAKERIQSVSPVNNFQGQREEKKQEDFEMCVPEVRSEGSDVHARSLTPGKTTSTPLICDLDARDRRELSTAMH
IMMTTISSITPSPFCGWLGSTLQCRICKHIRPIQNAAFFDIPVVPTTVLASSGRRSYAGTPQKPESAPSPPCRLEECLER
FTNVERVQDVECRCCTLRNLIEKLEEDVDFLRGAVEALHAKSKRNEHNKEDEQGFYLRDELERTERRLNDARQINPDDDA
RVDAFLLSDPSDSLEGISESQETKMERVDALKCLLLTRLPSILCIHVQRRYYDPHYNRLSKTAQHVIFPEVLDAGPYCAY
GGRVSPTFQWAGTSPRQKFTSNTNSTPSPIHYRLMSAIEHQGGAFSGHYVCYRRSQMTGRWLFISDDSIKEVDWQKVCQC
QAYMLFYEAM                                                                      
>Ptri_XP_002186387                                                              
PGSVGLHNLGNSCFLNATIQCLNHIEPLTQYFLQGKYLDELNRNNPLGSGGNVAMSYASLLKKMWGGEYSTLVPRLLKQT
VASFAPQFDNCYQHDSQEFGQFLMDGLHEDLNRVQTKPYVEELEGLGMPDDQAAIESWRKHLLRHDSIIVDHCQGMHRSH
LTCPRCGRESIKFDIFSSISVPLACTKQKSAIQLQDCLEKFMEGEQLDERNAWYCPKCRQHVCALKMIALWTIPDILIIH
LKRFTFDTCMASGHMLRSKVDDKVEFPIEGLDLTKYILGPVDPDAPPVYRLFGVSEHTGPTANSGHYTATVRNSIDGQWY
RCNDSHVGRTSGEASITGGAYVLFYQR                                                     
>Tpse_XP_002293965                                                              
MTKTRGSSASVLEYLYDDSNSNGNNGEKLQSDNNSTSTRRTTRNNKLHTNTGETKPPLIDITTDPRLLHSLTQAKYEAYV
DPYRGMVPFFSISYTSNNNNDDNGQQLLAGVNYDTKSPWIQCARVLEEGSHWELQDRGGEGGGSSDENIEIVNVDDDDDE
VSRLSNDGEKKRQQTTNTTTLVAQSGCPTVDKWANEEWDLYHKQIIAARKKKSKGGGGRGNKKRKRKVEEGVLEGEVVIL
DEDGDEEGEKKKMMDTTETTNSTVGNRHTTTTTTSSSSLLLSCEHRIICGKRSQEEGFTCPCDGNPFCLASLGGMMDQYR
YNIAKTKRLISSQYNTSKKEFASFLYDNWTAADESGGDDGDVKQKKGHKDEKNGIRKSLEVDVDTVTAYVAHYVCGAKGS
NASVASTMQLIQQYHSLLIMKNASQSTTTSPDGSQMKISTPPGIRNLGATCYLNSQLQCLVQNLGFLHGLLSWKPSTNGG
SDRMNKVLSNMQSVLARMRAGPESVICTNEFAAALCLENDEMQDPNEVRAS                             
>Tpse_XP_002293964                                                              
IFGGTYLYTTKCSDCGTTSERRENFMDISLPIDISNDVDVKRCLDSYTRPEFLDGDNQYLCSGCNKKNDAVRSLVFERLP
PVLNLQLARYVFDYESYNKKKISTKVLLPRTLEVSRASSNSNDDKSVYILCAVQNHLGTSAHGGHYVAECLDWMTGLWYE
FNDDEVKLL                                                                       
>Tpse_XP_002295790                                                              
MKNSYGRSHSHHAGPVDRVYHFSDDVPPSSTLRKGAKSMLGRAQSNSNYPPPRGRTGRSGSGDYSSSQGSVEDRNAKNQH
SLNLPQQPIPPPPGLKNVGNSCYANAALQCLLSTALPHALLDERNAHIIRRHSFNRKLLISGSGSVDSDEEDKEGDGDSV
FGSCLSGMTGLYSADEEDDDIILARARGEDSSSGIGTPSPAGGRRTSNRKKYHRPRDDATVGSASTLHSDIYHKMKKRQT
NEEPSQADLLCAWLTQELTQITREYTTPPQSFLGEKRRNDQKSAGCSTGLIGSFFGASSSRASNSKLANQNRTVDPGSIT
RHVNKISSTLRPYQQEDAHEFFRSLLSSLTMNGQNARLSSLFDGLLESSVTCKICGKSSLTRDRYMDLSLDIVDRDITSL
EDALAKFTEEELLDHDNMVTCSRCKVKRPVTKGLRLATAPTMLVINYKRFAYDNYAVLVHRGRSCDCGHYFAYVRKGQDW
YLANDAVVTKVDVDEVLSAQAYVLVYEVEGMKEKHNFDCYSRYHRSFSDVEEAKAAKKQQQDDGRLSPWDFSGFANLLEA
CEVGLCGAGAASNVVDNEVTDAAESKPSQTRAGSSNTVEKMDSRRKSPKTQQRKTYEDADANDVKGDAVEAYYKRGRSHT
PSRQNRNREKDSTNNVSMHDFEPRSSAPRRAKSLSRVEAAKSTDKAIKRYTKARNNRRRAEDLPPVHKPYEIHFSRTNLV
KLREFRDRTSSVTPLSISIAICKQGYQVLAATLVCLALFIQLQGEKVVGDDDYVDVFTYPTYCHLSSSRGSALNTATHLS
SLLKHFQADPSDNNTNTSTVWLQTAVNEHDDYGKLLLSHANQYKIQFINRRISDYPSCFDGINESHRTDDGEQSTGHCVV
AVSEGERSFMTHLGCIGDLKGEHIILPQLLRQRDAPNSFVHFAGYFNIPGFWDGQLERKLEEIRRADATSKTKSTISLVP
QHDATNKWDGGIIALLKYVDFLILSELEAQRISGYRSEHDKANEETEMVDQTAAFFHKQSPSTFVVVTRGAKGAVALYGG
KIVCSQSAAREIDNPVDPTGAGDAFAAGFLYGLVECDKEGTSTTSVTSIKRGLRYGCATGTCCVMISGASIPPSKHDIER
VLNEMGEGDL                                                                      
>Tpse_XP_002297362                                                              
MTSTNSTACPYLDTINRTHLDFDFSPHCSSTLESSPHIYACLVCGKFFRGKGRQTPAYTHSVEEGHFVFVHLSNGTFWCL
PDGYEISTKEEPSLSDISLALNPSFTSEEVGRLDDNQELARDLFGRRYLPGFVGLNNLNKTDYLNCVVQALAHVRPLRDF



FLLAGSQTSHQPLSYANFSPLAKAFSLLLRNMWSSHRFKSNVDPHMLVQAVSVASNKRYHVGKQAEAGDFLAWLLHQLHV
GIGGSVGKKKRSSGGSTVIHQTFMGKVETVARKQLKRETLTSLASETVIVEESTVTETDFLQLTLDIPEKPLFKDADGGL
VIPQEPLVNVLRKFDGVSFCDALALQKSEEASASNTVDGGSVVVSKKRRYRLKKLPNYLILHLSRFKHNNFTVEKNPTIV
MFPVKNFDLNKYDLVANITHDLPAEVGREGKQRNPLEEGSYRCHVQHKATGQWYEIQDLDVRETMPQLIGVSESYLLIFE
RKGATKS                                                                         
>Tpse_XP_002294012                                                              
MAAKNNQRSQGNNNGGGGRSSNRRNQGTSYPPQKRSNGSPNQRGQQQYQQGDQQRQQQQQQQSQRQGASNQSLPQQAKRH
QVHNQPQVQMSSAATSSQLQSPQPKYEWDPQNLQYFLSIRSKMLQTLFATSLNEGATSATGSVGGGNGSVNGNNNYARSQ
SARLPMSPTRPTDNTTVNPSLQPAQGMGRSQSVSNVNSPSRGGDSSQFATPTRNTADNNNTTTTNDEEDDSNNEINMALL
KELLPLPRDYYSIAVKNLLDTPLPLVDTSAADTEGGDTASQGETPTSTTTQLRQPKENESIYLLSRIYLRVWCHWVRNSI
VNTNVERWLSKLITNGGGGALRRYAGVVGGSSCQATNGENGNVRLFLLPSHALQTLAALSILTDQYQLWNGEEGEWIRWF
DELKGLWVDWIDRREAIQMHQQQQRGISTTTQKDEKKNDDEANVRQHHNLNQFLPLSPPGPVDLRILSSYGHPLRLRRSV
SLTMKGLTRGGGGEVMSVDEEMREECLMKFLSLGMKELPPTDASTGNNNSESAQRLAVCPVSSSFYEMLRSNHGVLCEDR
RSISFQRPVVSGDNGGREDDPTTLLYHDQSSIKTAKSSSPSGSDIFYPSSASSSSPSNASQNVQRKPPSSRPIEFPRRVL
ISTLPLNKERDDYLELHRPSSTDSAHKMSPYSKLMKEAMSSRHEGQSSAMTQSTKKGCTVEVYPVEFRYVVVDGYMSGSD
ASCSNLYTAQGIAHASRVSTAGDVFRDLERNVAPNRTSAHVRLWIKSPSTVTPSANRNATQQPGDGYELIDSRPTLFDKK
SRNEVPISVEKFLHLDEKSVWNQSAPVVVEILVELRSSPTARWVREPLELANRLQVGDFIDAQDNAHKWYEAIVRELTPE
TVRVHYFGWASKWDGVLPRRKGVGPKNISPPAALWTHTTPWREKIKVGDEVEVRESASLVQRPKWYKATVIAVSREFDSP
REIAGGADLEQNDENEKGEKVPLVLLSRKRQILVRVPQEKHNVSTTVQPVGNTDGNIPIQPPYVRWINLYGEEVCKANTH
NTAKKQTNTAPATVSYAVEPERKPVTVMKSFNNIHGTGFVRESLRGVPPAPGSVGLHNLGNSCYMNSILQCINHIPSITQ
YFLKGEYQKEVNKNNPLGSGGKVATAYASFLNDIWTGEYSILAPRLLKQIVGCYAPQFNNNYQHDSQEFHQYLMDGLHED
LNRVKDKPYVEDVEALGMKDDRAAIESWKKHLLRHDSLFVDYTQGLHRSHLTCPSCGKESIKFDVYSSISLPLVPSKNRP
SIPLEDCLDQFAAGEQLDEHNAWYCSGCKKHVCALKLITLWNTPDVLVLHLKRFTYEKCSQVDGRIIRSKIEDKVDFPID
RLDLTPYVLGPKDPDAPPIYKLFGVSEHTGATANSGHYTATVRNSKDGNWYRYNDSHVGTTSGDAAVTGGAYLLFYQRAK
GSLRWAGMEKEMMQHKGGFTDAEGWTAIGKKR                                                
>Tpse_XP_002293313                                                              
MNHAVSKQRVRRRRGDGCCQTDDISCPIKSNSSTMRGIKNTNGTSCHTSSALQLLFHCFPRLRARLLELALVGASYVNSD
ATNNNNNDTEGEEEMQVVHNEFVHQLSWFFHLLAYAEDVLSIPSDDAATQSSIIAAATAKQRLSQSSNVQSNATAADIPE
QRTRHKLKKKMKNYTPEQQEAISQFMSSAQSKSDGNTKEDWKKLVEVMKEFNRKRYGEQLARIMSVNRDGDGVKQNGTDD
GGRGGNLGGGRSNTSSSKGGEDQDAIDPTQFFKQLSRYTTNMLGSTSSSKKMQQINTNNVGDAAMVFRSLVCALEFSVES
ELQRVQKMLEILEIESWNEKHAEEGDDNEGEGVGQPKQQYEGESLDIITITTTVQRTKKNGNIERPIPVPFPLPVIQQTS
SLGQQPQAKSKSYFSSLSTSLRNVTIEPNPIRGYDWRGLMKRGDVIEETFVTKVDSKGVEILEEKTSNVNIEGMAMVQAG
DVVTCRGAKGTTVGKDDESVTSRSIATQTDFEEGEGDKIIIVGGSSRASVSEVKESPPNNDPDGMTEVIIVGDSVVNPVS
LTEPKESAPPRKRTSNFAIEKDACYAAAVSALMSAPLRRTASRTSMHSRGSLLKQNLGSKGLTTADDAKQIAAVSSISPG
ANTVMGMEVGLIPGVESPGDMSGIDVGFTPGGVESPNDGVAARSENAVPPAMAVTVSYLPSPTGSHESSDSEEELSSDSE
SEEESSMDSHVSSVDTDSSDEKVGGNEDDETNSSDIDTPSDFEDLSLGSFTDDSLSDAEVKKIDDTPKILMIDDQNESRT
VEKSYVKEATPVKDVLQSTSPTPTDFSAVSDSASSDQSTSCDSSTSNDSSDSSSTDSSDDSTSSSSSDEKDDNLPTGIAI
AKNEVSQGKPEWITRKETRFCNPLPNSIIFHLKRFEYSQTLGRVENLPGELNVPRELDLKSCCSVDQSGGVLRSCCYQYG
LSGAIVHVDPLEDKQEAEYGRASEGHYVTFVRTTEPFIDVEDGTDEDNTADGSSRNRRKDKGWYEMDDELVQPVDKGTTN
IIDEDNQLIESLPDDHWALKVMSGCDVMKKEKERRYATLVVYSRTCGCSHQS                            
>Tpse_XP_002292722                                                              
MESTTTTLLPQTRLSDILPPNEAVRILGLDTARVIIRDFLRSGCCSSAASSGVGGHRGGASSTSSSSSVGTSTKAIRYRH
PLDPKESNDEKAEIDLLLLGLSHDFTHNSHDDDNSNNSNNRREVGKAWSKLGFHSISGYEFDLIGEMKRRRFGNGGRGGG
GEAVYGGGISSHSISTEESGSGVGGKSPLGIGSGGGSSRGGMDTHGPNNNNNTANNNTPYTVELLFTQAIHRTHSVLGLD
KSSYLKRGTLFPPTAVPDRGPNGHMALMDCVFNALSCTPPDPQILMDEAMEAAKELDVKRSSHDERMAAVLAAGRGRSRI
LLPDLVISFAICRLVEWELEYRGYREERRVESEERHREVQLQLMELENCIGEEEGGGDGGSSGENGGATVESVAASPKKQ
TIEPTPPPRSDGLLLASLLSFRIYDGYQRQNSLTRDTLQRFLSDIHGEESYKAPAVRACLDRLFTVSERPRKELGMTGGG
SGGAHQSRILDAIDPDRFQKGIHSTITFSPTSVSIRALHDVSSKQNGGVNMPEASIVASHVLLDWIIILFNCMLPRQLPP
PSKVAEYHLRIVNSDPIRMINALSTKYGLYDGNGEGDTVLYEIRRRFHSLQKNNLSSVPTTVQEEKAEVLSEKDGAVDTM
NGDNDSQLPLGGKEGSGSSAVGAANICADTGALLATEERTDDTTSRPRNVIDEHSFVKEVSQSNDELGHGGYLPAELAKL
TFRAGAGRAEEVQNVRGSDLWNKDEEKVVRDQHQLLSGKPSNGNRYWTMYDTLSFCCEAVRWEAMRNSSEGDAGDNTPVD
NKKYGSEMPLLRLAFKTFQQLQQHESVGETATETNAEKVLTRSQIGRMLILLLEHESYRLEADSPPSTTGDTSESRIHWT
KTKDEGVELTDDESFLQNLSESSGSGGFIDNTLVDASYASLLGLLPPKLDLAQFSTPSTPSQSNLKQTSARSVPLGVLVD
YVISEANNSETREETRVVLDFEGFVRWHLRLSSSETDGAMSVAETRLGPYLLDLRLIASVLFGVRPASSSTEKHIIDEIK
RRHKYRYPRTRDGSSQPRGPSGTAWYVINAEWWRTWKHYTEGKAGDGDAARSYVLSKIDNNMLLSEQGILSLKQGLHWKR
DFELVEPLVWSALQAWWDGGPPIPRYVVPFNPQKTDSNNKVSYSPSPKSMMSSEEYEIELYPLYASIFLCDAASKGEPRP
FQQFVPMSRYLPLNDLITTLCEGLGSDTDVPPHCRLWMMDASGASMTRSVSSSSKADDSLGWILDTELPIGDERNMRGAQ
LGKDENINLMLELRNDEDGSWPRTKSKMVKPNLEHEGQVGEDATEEESDDMKLGDGIVGLYNMGNTCYLNSSVQCLSHTP
ILRDYFTSKAYLRDINTTNPMGHQGRLAQAFAVLVNNLWKKSDDRNGPLKKINPNTASASPLNAPSLTPKSFKEAIGKSN
DIFVGNEQHDAQELLAFLLSGMSEDLNRITEKPYIELPDSDGRPDAELADIWWAIHMKRELSIIEALFAGQYKSSLTCKI
CKYESARFESFSYLQLPLPEDDHVSIQCVLYPIQESKDIMKYSVRVRHDGSVNDVLVALAKILHSDESGEIPLEGGSGKD
SAANESFDESNEGERDNDPYTSMVQSMAVVDMGESCIRKIIPHSWSLTKLAMQDSGEIPVLHVYELEPAVTPATAGETKA



AEAGAGSIPKALAKYSYLALSQRKLDFVPGPFLHPFQLVVFGSPLLLRVQNMEGYTGMNLYSLVSKRMRQHFVPTAPTTD
RTTPSNVSYVDKEAWEPAARQARRGRLQRQKTTADMESVSAGDIPLYGFRLRLVSRDGSRCALCPWFGCCVGCLIPCDDR
PVIAMCGDSVAIDWHLSVDLSCGGFGWKISATEGAGINIQASPHTRALARVKKHSSFDLGGKKYGYSGSITLEECLDSFA
EEEKIPDTFCSRCQELRVQTKRLNIWRFPPMVIIHLKRFQFTETMKRKLRDLVVFPIEGLDLSRIVAPSSEQESKTNGKY
ENGSGDANAVEFNGGSFHPLSHNNSGRTQSIYDLYGVVHHQGAMQGGHYVASLKSEIDGKWRLFNDAQIYDLLSRNVVDP
SAYILFYMRRDVKGAKLEDFWDTQEREGEGLTEEEVEKLMKNRDRCVIS                               
>Tpse_XP_002292508                                                              
MTIPNRIQTLKAKRQALQSLPTPSTLSLGQTNRPPHFNTIKRQRETMDDGTGGDGAHPPNGGGHQQPQQHAVNEREGQPD
DDGGGVMIGPPPPPPPLPQQQQQAPPLQQAIVVPLEGDATSSDNIVVPVVAVAVDNSAQTMAAEVEVAPMEIEPPSEAAL
QIWNEVDLGLKKNSTVVWQKAVDSLEAARRHIQTPQARAFLTKCMMPIVSILLEQKAFSIGHHEKECVEKSVKCALMIVK
EDLEMAVQSGDVTKTCETMDGLKHVFDKKKVFYKGQSRGGWSNSSPSGNPEFRSNLITIFRRIKGYQILASYLNGRVGTP
QFPDFDCIHVVLTAVQETIELPSSSNKQNNQNMDPAAKATVAAERAQKAQAIELDARRVSEAVMKHLLTVDEDTLKKSTD
AIKTMNYDLQRIYERLAVSNPRAIFDYFAHARELVLKLITSQSLPLKLSGWGYLEDIIEYSKENRPPPRAYDVIGAGLGF
INGRYEFEKKRRMEEGWVKNLQDISYQRVVPKLEEGAPAGAPLADGQQQQASGEGKILTLFRCTMRSQHKWWFISEADLD
QPGTDKDIDYYQHKSKPHEEAKPSPSGWATCRSGIDPPPTLRPVGFQVPEGEEYNTLEHNLAKWAIENGVIELVLGDSIH
REIVARSTALIKFLASMCDRDDELEVVATTPAVPPSETSGTTGEPSPMQTEKIPNQYCLKASHLLLAWKMCMNKADAAVS
TEIYHLLVSILPSLPEDLAIPLIHAIHESLAQTSDKGNHNFYEVSEFCCAIANISEGDNKNNNDKCTPISMKTQVREEIL
SLQWAILTHEDAWSLKSYENIKKYVSSEIRRPEPIASKMRNQFLLHCCDVVRKHSGGDNMIVNETHALYMVQLTKFVLEG
YPREETDGVIVANETLPDSLFRELTAYLNRRRTIPTAPPLRKPSSASVALPDFNHTKALAERLQILRYVYGLSSKVEMSS
QLLDHLWSLCTLPVDREAIMEFVAHASKSEICSSAPPENNNASNGLSNTPVCDKLHAVFSNEVSIRVFQNLFCASNVGWE
SLGEVAYQSFQMLYQNSLVGTNDALNACALDALWRICLSAGNDNVACQAMKDLLSLYSMPAAPIDGDVVDSSKSTDNGGN
RFSKRIFDCLSEVKEGLQRGEISSERSAERCIRILKSAFEQSIIGGGNGAVVERLQSLQVGDLGIYLNEIPHGLRGISAC
KTIAIMGKVSGSNDKSQRFSLDVHPLQTVASVKAQIARRFNHDIKMVKLPNLSNRIDNNPTHNLHTASDDDLVGDFAIDD
GKELIVILMDKEVQERASSGSKARSNISKLDLSELFNDEGEGGSCGVFFDTLISVLESLPVTDTPPTDESSGAKQKVDTH
SLVWDLLLAMPTNVGVNDKVQRASRGAAPDGDSMMVDSDWASLVDFSHFERSVYVMQVLDSFLRPPPHLFSSLSPQIADH
LTSQLVDAAQDFRSSFIKSGGFEAVLRLFVQSGNADKKTRHRNRMGNACALRILSDCFLESGATVAVSIEGKEMVESFSG
MGDFLKSLVYIIVDDEGVADTAILRVLRLVEMLLKSGAAFTSSFTEMPGDVAEKFLTSLLLWEGSGSPSTTSIQSAMKIR
KYTEEMILATPMLSTSALPCLVKALKSIDPFSDGSSEFFSVLMKLVGSVNREENASQLKDLGSAVCDKLATYPSPNGDNE
HIDYSTRVLCGCLRLLISLIEADDGKFLSEGSSHISTALGITPWSQEFSSNGLWDADGTAINADDKALVDLMGTIFDGFI
SSAKSPGSPPICCDRDSRNLAFNVVAAAAQACSGGTGYVVLVAKVTSIISNVAPTIRHSWGQNASLDAGSNQRSTNTVKY
SGLKNQGCTCYMNSFLQQLFMMPVLRDKLCSAEVPTILRSTGGGGAVEKGEDLVGKKISLHWDCGSNYDAMVDSYNEKTG
MHTISYCLASLSVLRGGNLKPPDLSNLPKELPEEFVLSEGRPGKETGAFEILPNNTASATPGSEGEHGSSATKVTETEDE
AHSRKLLEEVQRTFVNLAEARGRCFDPRSFVEASNCLKLEFDVWQQNDAAEFAMKLLDRLEISLKRWSPSVFKYLAHTFG
LKTTKQKICKECGLKTNREESMMNIDCQIRNKTTVHEALSTMCEDEIMEGDNKVLCDRCKVKTSTVLRTAVSALPDVLVL
SLKRFDLDYTTFETVKLNSRCEFGQSLNMKQYTLEAKELLEAAGSDDPKQSGTGSMMDLGENDGGDTVAEDPLSTLPDDD
YEYRLAGVLVHAGVAQGGHYYSFIKDRTSDKWYRFDDEDVTPFDPSLIEQECFGGKVKKETKFPNGHVHTTESEQFANAL
MVFYEKVKPVEFDETAENNAAAAAAAADGGGEDIPMDEAQADPIPNIEMINGYDVFLPTVKKSNSTHSWQSFLLTNEFQL
FVKDILGLCTDQTKATKASDGMDITPVSSPAPTLSVMGSEVWRFGVVKMSLSFLFDVLFHLSLGKKLVRDWTDEILQVFT
LSPDATAAFVSDLAKRTHGVYENWVRAYAVECSEESSRRAALEIFAFAMHSQASQPAEQSLLQNWILGWNEQWTERERLL
QSRDAQPPADLVLPTKLVDGQLGRMEVVSDIGGAATGVGIILSFVSQLLELSPRYVQSNVDLFYFIRTLAQPVSVEGQLL
RDAMISARIPERLFALACRDKSHHWNHQLFPGACVPFEIVEALARKETQSNFLHIGMNNSGMNNTGMNNHPYAPTLANNR
MLLEAIGTMMGMPWVIQTDLTEETDELNRGRAIVRLTPAGREALTILFEEFKSSPSGLNKNNIQFFAKRCGIRDIPPQRI
EHLLSRHGVEDESDGSRVLGLKGFLEYFEGMSHEAGIYDLRTFNFRPDLSRRPLDARVYTDSSGKQMLYQSKDSIAIDVA
VNRSALTESSPFVAHQVWLNPFIHFAMNTQRHVAEYILAALGYGKDLSVQLREWLILAHKYNMNYDHQGIRDLMEICINV
LSVISAIHDERQQERIQMIMMNDDSQCVGLMRMGDQLLRDNYNYRDIAMRYKQIIINLARNRAVSHWMGENRSCWAWMDD
QQQSRGDNSGRRGGGAQQHAVPQSDADSDEYDDDDSDSRYEESNVDQLVVKNAGVPDVNGEYKRTGSCDGVPKYSKQGLF
RGREETYMLFRCRLSDETRRWYISIVPHNVHPGTTKDVDFYAAPPRHGNSNPALPPHDGWMVLHPPSHGHGIDPAPTVYP
KHVEDDEVIMANAADEGQGYL                                                           
>Tpse_XP_002292271                                                              
MTAYERVHLATHTLCFNAAPHHLFTSASDRPHCAAKSTRHQAALSPDLQLQQPTNPSLHPLHSTEYYPTMTTHETSFTFD
QIMIIPSNRPSQTLNPPTLAYDRKSIYAGGPNWKIDFKNLHSMDESTSRRTRTISRGRIDSNGEIFTLSLVGGLVVVVVG
RIRRINVACNLDEFMDGMKRAHRKVCERLNWDDPYANEERSGGRMMTTTGRCTTSRGRSSARRVPTITPSRTQSSLYMHK
SPGKKRVDRYFASPDRKRGTSAEDASSQLRGNVVVNETTFSPERRRTMNFLPPKSPRNATPAKLLRDEDDEENNHYGGSS
DGKSRSLFGRSQLSGISGGNIKLRKKKHSFGFSDEEFDSVDDRRKKEEEDSSLMQDEEMGSVNGSGDGDRLEESDQEEEL
VGRKRLKKTRRSIAEDDDSDVEFDIGKEAVESGSKCKKKLRLSLEDNNEEKDEATICSPSSNDATKELLKKVNSGKSVEG
RESPLASTAAGEETAESKGSSVAGSDKSNTSKAKAISNFFNPRGTSKAKAFAETKRPSPKSDTYGNSILMSPAKKNKAAG
ATIATPSTPPESQTKATPVLKQVQRVKSRYFEDASGKRSPSPMGNRFDYTSEQEDTLPGYGDDGAYFEDTIAKEDSPYQT
TFQKASNLLDQARSQGRIGRQSYGRQTYGSKPKNPYKVSTLGRPRLAPSPPQLDVNRSLFGKDDSSTADCALGSSKKGSI
GSWKMSNSFTRAIDAIDEQSNVPGIQNLGNTCYLSASLQTLFSIPDFLRELYESYVTELAKQKEMPLTKALLEVAVAIGV
LSEESTPKISSENAQSKLLSSKAANPTALKKQMDVLTDKFVGYEQRDAHEFLSDLVDFLHDELIASSEYGETKIEAADGL
EIGELKSGDSTEENATKEISGEEKKSSNLPPTDEYFRLTVRVRLTCDSCKYSRSKDEMYRHLSVDVGKDVENKPWTVECG
LNQFFQPEKREIKCEKCADGTTATQTMHIISSPKALLLHFKRFIVTQEIRSSNDNKENSDAAPVLEMVLKKNKARINLEE



SLSISAYSNKDATPPSGKYHLRGVVHHVGNTAFSGHYTTCDKRNLGNDQWVFFDDRVGAKKGLEYVTSNERNQRNCYMAL
YELG                                                                            
>Tpse_XP_002292000                                                              
MHLQQSPAVSKRSTSSPRDTSLFDTYLKTNNQRTLRQPLSVPTTHHPPITSHDDVETLTLKTKPTIRSIKGLQNRGSTCY
ANSVFQCLASLPPFCVHLGRINQMQQHNNSSNLASELFEILQYVNGHEPSSTLNNTAKMKKTILNNLLSSSSPGNTRSVM
NTVARHHTQFQSRSGAEVSGSMEQQDAHEFFSALMDVLSLDEKSQIEGGYFGTKTAPTCLHNNGLASSYNLLVYKEGGGT
TKGNDDNNSSNGYQEEKKYEDNTFEESAETVLCQDTHCKNQGPQKQQVLYETSQKKIPMTQNPFDGWVGSTIKCSICQRI
RPIRSTPFLCLSLPIANNPPSHVRLEDFILSELGGFATAERVSDVECVSCALVKKVQELEEELLLLTDAISSIQKRNKGV
GVKANEAASIQSLVLESQQLQYTISNLRASDPDADDEDREDHGDGDVAIGFELLQATIKSCPRLTPIKGNALKATLMMRP
PKVLCIHVQRRHFDVRCQRMAKLNRRVTFREVLDASEFYAYAENSFEQRSDTTTYTTSTGTHKILYKLMSVIEHLGGSCG
GHYQSYRRSDWEDSSKQWVLVSDERVTSCTWNDVQKCQPYMLYYTEMH                                
>Tpse_XP_002291061                                                              
MDTSTGTSATKLGVGVEGGFQSDLDKYDTISTHSIVLMNKSSGIVVELPYNEDTKNDFPMLVSQSADSVINHAGLAVQQD
LKAWELDEEPKPVSKYAEGLPFVDNGVKVSSNPADWKCEQTGEVTDHLWLNLSDGFIGGGRKNWDGSGGTNGALDHFAAT
GEKYPLVVKMGTITDDISTADCYSYAKDEDGPVTIPNLKELLEKRGIIVAGMQKTVKSTAELEVELNATYAFDAITEKGA
HLVPVAGPGLQGLQNLGNSCYMNSVVQMLLGGSIPELASRYGSVGSDVTKNPLIGISASSASNDLLCQAAKLSTALTSGV
FCRPLPESVEVSDPSSSDPKYRLAPRMFKNVVGHDHVDFGTGQQQDAAQYFQYLLESKDDSDAALVTSHLFSYKTESRLV
CEADSLIKYKESPAETMLSLRIPMSEATTAVGDAPDVKRQKSEDSGEDGKEKKEVPTVTIDACLNAWSASTTIDDCRWPH
LQNAVSRATSTTRFANFPRYLLVHMQRYELGDDWQPHKIEVDIDVPEEISLHTLRSTGPQDGENLVPPESEVGEAPAVPS
ASTLDENALSQLIEMGFNMNGCKRALMAVGGSNVEAAMNWVFEHNGDADFNDPLPEGSESAGVAAASDSGVDEGVVMSLV
ENLGCFNADQVRAALKHCNGAADRAADWLFSHMDDLDSAIASLDNVAPAGNTVSSKSSVPLEDGDGKYNLVGLVSHIGKN
TGSGHYVAHLKKDGKWVIFNDEKVALSEHPPTRHAYMYLFQRSDTVGSPHAGY                           
>Tpse_XP_002290860                                                              
MSSRASCETSASITSSNLAQSIRYKEDGNRFFNLKHYTAGIACYRRGLEELPCAIADKSSNNRKSKEERDVEVALRSNLA
LLLLRLAEETTDNTAQSHEQRHQWYLECETECTTVLEVNPSKAKIHYRRGHARSLLADCCKRDPLKQSEYWSGAESDFKQ
CEEVLQAQLEKNKWNDNVPTQSTKDILKDIMAARKALQQIHSSRATVGRQKTKPKILASGGKQSFVVHTPTNDEMEVNAT
PNTKFVSSNLTTGYTPEHNRPTPIEQKEFIASLLSRQCSPNDESSIVATQTPIAGEAFFLINMDWWQKWCQYVGFFTMYG
GSDNKNNQNGESTRGASSKRELEEIDEMNARVLQLLPPGATIPQYIEMDRKDAITPTKKEDTHQQSSNVSLSSSSSSDDD
SVTEGTMRISPGVIDNSSLILPDTNGVWYSKQCIEGNSNEDNKTVLLKNYLVRGYHFEVLPREAFAAFRCWYGETSPTLF
RRATIMNELPWISQKKQSTCLSVRLPLYTEQWNVILHNPNGQHLRTDESSTALCGACRAPCATRLTCSKCHSVRYCRKEC
QRSHWSPYHKAVCRILSEQQQSGDANPNRGLIPESKVWGRVGLNNLGNTCFMSSAVQCIGHVAPLTRYFLRDSFLDDINE
HNALGTGGKVANAYAFTMKAIWMGGHQHRSISPSALKRAIELFAPQFSGVQQQDSAEFVTYLLDALHEDTNRVRHPPYVE
FPDVDLSKKLSISGAEAWDKHCIRNSSEVFDTFYGLYKNACVCPICDTSYVKFETFNHLTLEIPQRKAFDLEVILVRDFA
NTEEVSLPLRYCVSVPQDCTINDLKASLSKLSGVRRQMLAICSMKDNRISKLHKNNDHVSLLLNGGQIFAYEVTPVEEED
RTSFDSPEIHAFVNQCIIIDNKTRNLGVPFFVSFGKRIGCEEVYNRVWNYVKPFVIVGKEDDAPFQAMVKSKMRIRVVDQ
YFTTKDNITTQILPQSSSEQLVELLGYQIEDNVMELSLEWADIIDINSQPVHSGLVHISNFYQVLNHSCVEEYHQRTQQH
QNHSNVMTLDDCIASFIRPEWLDSENKRSRYGDFQTFS                                          
>Tpse_XP_002289831                                                              
MPPFQQPSPSSTPPPPPSIVDTMPSAASTSTNEPSDSTPHPPHSTTVEPFLPPPPPREVATGVANLGNTCYMNAALQALA
HAPELCCALDVECHVRGCRVAVGNEVRRRRRIRRRLNEKVGGVGGGGGPSSRVQTQPSDNHSDCSSTGSASKKSPSSNSN
NKKRKKKEDNSSSNLNSHYEDEFCALCEVERLMGRIHSRPVEMVDEALVIAAEEEEEAAAKKGVDGASSAGVESEGESGD
EKSGGVNGVTAVGESVANASVAAPQDVLTTTTTTTNNASIETTATTTTNYYNNTQQRGIRPRHSRSIRLRLHVPIQEDSH
EFLRLLIDAMQNSCKVSRNKDDKSCEVMSSCSSNDEEDVEYPFRLFRGTVESNVKCSACRAVSCKIDPIEDIGLDILPVK
SNAVGPGGAGANSSIGGSSTRGGGGTSRGSASNSRSTSPTSAMNLAAVQEALERFISIEHLDSGYKCEKCGKLGKATKTS
KLASIPPILTLHLKRFRYGSISASGISGSGRAARGGGGASLSGDPGVTDYVGPSGSAKIEGHVAFKTVLDIKPFLTPKLQ
ETSFKRAFCRLFAVVVHTGKNSHSGHYVAYVLDMVKKNVWWKMDDGKVVRSSWEEVSRAEAYMLFYRVMDHPVAKQLKEV
ADAKTAAAAKIMAEIEAAKRAEEEKENEAKNAIAAIAELADRKCTTTETNTSKNNKAETDTPALGKRKHPDLSSGVDWAK
ATTSLPEEFYPLLDRIEEFIAENVTFNPDFFGYITEECNRMTSKISGKGKNKKIKNLLGKGPGGVYPPDDVQGGATDIRE
GILDLFHQFAAAYKAHNRQLGKGEGDDNFLLPKTIQAKVSKAVVPITPQALTDEDLIIPGPDESFDGYDGAL        
>Tpse_XP_002289214                                                              
MYRDGFKPSDRKYGHGLPPVEPQHRKQYGRRLSRAGPTHLPYGHINSMPSNSFGGIGYASQREVCSSPGTPLDTPPLYTT
SKMRECCHYHSTPAKPLTPRKLRGDVSWGSSEEVVPSSLCKSNAIPSSSSILAKYKSSSPKYHDEKENVPMQSFDSNNSR
HFPCSGHADSSPTVSIRSNAVCNLGGYQKYSPVKSQVGVKSGTIGLDNLGNTCFMNAAIQCIAHTPSLAEFFLTNNHLYD
GDEKLVESFATVVRAIYQERSAGRGRGSGVSSHGRGYSIGGGDDQAFSPKDFLEQLVAVAPQFVGSRQHDSHEFLRVLID
QLSDDLCDKAECQRLRPRQVSESECDNMTLHSLSNYSWKQHLSQNSSKITSIFGGQLISTIDCSVCHTQRHKFDPFYDLS
LPFPEADPNKLDRNRRTSGRLSFFSRMREEELSACTIEDCLRAFTTCEVLDDDNKTECRTCRKKQDSTKRLQVFQFPRVL
VLHLKRFDNSRKKIMTSVDFPLEQFDAGSLAFDYDQVRNPNQHQPVYDLIGACHHSGRMNFGHYIA              
>Tpse_XP_002288443                                                              
GACGLINLGNTCYANSGIQCLSYLPLLRSYLLSGQFKGDLNRDNPLGTGGKLLEEFAELMQVMWSGKYGVRAPQKFRSFL
GKCRPQYSGADQQDAQELINDMIDMLHEDGNRVKKKPYVEALEDKFIEKTDLPRVGQEAWRRFLRRNRSAVSDLSMGQVY
NSVTCPVCNHSSKNFDPFNMLSLPFPTVAEVIFQCTVVRRATEQRLDAVDCWRCPVCKVDREGKQSMALWNLPDLLTFHL
KRFNASSRWREKISTKVDFPLTGLNMREWCDKESPLLEEETTPTGWRLGRNKEKDSSSTAASKGVAKSAEPLWLQFDDDL



VEPLPPRNVVSETAYVLFYRR                                                           
>Tpse_XP_002288424                                                              
MADACPHLREPTKAAWKRLRNPLTWGCDICHSTDGIWCCLSCGHIGCGRRAHLPALGGGHSKHHYHTTHINQESISASSS
DGKKKRVKILRILRSSSKGSCISNDAVGNADSQSNTAEESAGEVGPSGHEVCIDIVSKAVHCYECDDYVLSDAPWLAKLR
NEIDVIEQRREETSSTNSSTDDEERKEIMDYDYEMVDPLDDDANKEQQINDKKMPAAASAQAEVDSPANETISPYEPGIT
GLTNLGNTCYMNSVVQMLSHCSGFRSFFRDFLRAAAPLRLAGEGGYKISRQSTTRLKDTLHVDTSPDKLALTEATHALLR
VLWSGRWPYVSPRYFVHAVWKHGGLFAARKQQDANEFLNFYLGRVDDELKAPKATSSVMMDLFGIDQYQEVQCDGCSTVT
KRTEPLLGLVLSLPDEDKTDASVMADSDSVKVEKEIDLLECFKSLQTTGRFIEENQFHCDKCNCKRDATWSVALQRRPQS
LLISLRRTLWNPEKGVHKDSRRVKFPVELDASQLLEMENDKTSPVDAFEGCHYSLISVVSHSGSSPFVGHYISWCRVDGV
NGKKWYLFNDSSVTRASEANVLEAEAFILLYERRGLPSAG                                        
>Tpse_XP_002288201                                                              
MPTYATSVKWGKETITLDLDPTANTAGLKSTLQSLTGVPVDRMKLMPKSKGLWKGVLKDDFDLSSIDLSTIGEPIQMLLM
GSATLPVEPVKKTVFLEDLPPEEAAKMVEPSGLVNLGNTCYLNSVLQCLRVIPHLRDGLKRYTPSHNSNNAQQQVHSLLL
TSLLSTLTTLDKSPTAISPNNLVMATKMAFPQMAQTGPQGQPMQQDAEEFYSSVLGVCAGELRGENVIKAAFQGGDGPTV
EELNGANNVIDAVFGLKMEETLTCDEFADALQLVEPPVTTYDLHRKLVCNIQGGSDSNSQTNVTHIAEGIQLALTGKLEK
HSEALGRNAQWTRSQKIARLPPYLVVQFGRFYWKATPDSQDHSGVKCKVMKPVGFQSVLDVYEFCSDKVKSVLKVARDKA
AKEEEDRVAKKLKGEDVDVADVAMEEEEELQAALAMSVETEQPPVGPGLPHDFQGLYELFAVVTHKGRDADGGHYMGWVK
ADNSDPHNDDWFVFDDDEVSPCKTEDILKLKGGGDWHMSYLNFYRAKK                                
>Tpse_XP_002287998                                                              
MARRKHQQRQAHRRRKQCAALPSSCPNAGNHRHKQQQQQHVNTGDNRSQPSTQLAIVTLPSSKMMRRRPSTSSNKPLSVT
TAPLICASSCYTPLPLPLAVYRPASLFAMILIASLLPKNAFSLRWLALSSCCFSGGADAGAANGSGRFGVARMGRLFGRA
EVVNAGQISVWLALAGVSERVQSSSYNGDNEECTTMWNAVVEVLERNTPTINTIEYSSFPSSTILESIPRGGSDSDSFTQ
QRQYAGLVNLGNTCYLNSQLQCAYHVPYLRKLVLDARDESVEVEVEVEIEVDVQVQDDGSVVSEGVAEGDGVPVGEETGD
STIGVKGDDAAIVGVEVTPDDVVHEENQDVTTLNAEKRERSEAEDTGATAMDDANAQGASSAETTTTKQIIRKTELRTET
RPISNALRALQHTFVSLTPRNGQSASSGTTQALCRSLGINPFIQQDGQEFWKLFVPELNYDKMTQLYSGYFDDYVREILP
ESDNDSNCEEKKDEEGDHVGKPRERVRTEQFLDLSIPVAEGMGGSVESTLREMFTQPEILKLSEGNGWRPSKGADKVDAY
KGSSLKRDGLPSVLQLHLKRFKYDWETGETSKINDRCSFPLKLDLSEISEPGKANENEANNDVVYDLQSIVIHRGEYGSG
HYYSYVRPDIRSNEWYRFDDQIVTKVEFNDVVADAYGGRVRRKRSRSLDESKSGSSTKQQRGLLRRIFSFGGRLKNAGDG
AFGYGGITSSAYMLQYVRRSDIPTLYLE                                                    
>Tpse_XP_002287392                                                              
MPPMHPPRCSSWAPAVSNISADGGNGTDKREIEPSPVLDSTALCSALTQDASRCRHLEECMFPRYLTLDCNQLDQFCLSR
SGGALVRRNGKNAGRVYIESLHLKAFMKDAETLNSEMNSRERPPKRDESTKHSQSPSMKRKEAGSPTKRKKSNGANSYKD
GAGGGLASSHCQVLPSSTIHSADGSEGPDLLKSGVKKKSKKNANTVSPADDKFNGLLASEIKLAYLRKAMKLHDRLALLD
NLIVASGDLPSKEDGEMRQLECLSKPLPGHVQPVSTGDKVGSYFVAEGSKKVDNAQTPVSTVAPADVPDSSTGSKPIDHT
TTVPSPMNVDKVTSSATISDSPHASLIPNATAKDVSSPFETFEAPPASPVAGGKVVNEKKPNISTYHSYDYIVREGKEAS
MAANLLLESFRRNRRQHWASKKGGDSAKCVWCPSGNCSGPSGDALIQCLECDLVGCGPKFLDDEGSSNQHIMLHFLISGH
KFGVTCGAMGELFCMGCGDLTYHECFDQERERLFLEHNYPSLCWDETPILRGFDASSFVVTPENGFVWRGLLATYPSPVS
TKFVHASRSVAKRLAMFHGYVGERTVEWGPKSLELTTYQHQHKNNQLVVPTPVGIYNMGNTCFMSSVLQCLLNCAPLEKL
FLLDLAHPSQCCELLRLGGSQSSCLTCELDKAFLEYYGSAVGIDALDALSETGSSVSSLTGTTVNSIEFGSTCGKKSGHP
IIPTYLLAEVWKNVGMKHLAGQNQHDAQEFFHAFLDCLASHEKSYQKLVLKTKQSLYQAQIQRPSENDHRKSSGDGTSDA
TIGKGTISIGACLEHFTHPETLADLVYCPSCNSKTTTTKQHDFASLPKVLCLHLKRFDAGAHRKITEHVAFPAFGLDMGK
HLPQWCEKIPDANPNDGEDISSPQVLYDLISTVNHNGSLHQGHYVANVKKGDHWYHSNDEFVCNAGEGNGEKEVLAAEGA
YLLFYFVVRLANTSTPTMAESQGNGEHNAASNEGSNSNTIGDTTGLRRRRGRRESEGDDNQPQRRESSTRRQSNTTAASP
NTDRQHYNNNNRSDYGNYMPPRPPLTIGGGHFQSAAVGVGNCGNGATLTSNATTATTGLGSSTQLTPYKTPTKESAIGLI
AATPSSVTTAGETVESTVFSSPQSVARRNNQLAEMSLRRQYQLLQSQIILLLGSASIGLVLFLLFALPFAAVASLAIMAA
SMAALVPVASSALQTRYQIEMEHPFGFLRYLPDSLRRMLLETSLHEFMTDTTAYMENRYLLLYFVPGLTPDQLMAYINRL
PARHRNALLQPGLGSLMPSVMGRLMRLDNNHNGGGSNVGSLPAIDEGVRGDMSTSSQLTMDRDDTDSNREDSEMEVTLME
AITSLRQTLVRCSGNDDATTIHDDVSVTLHAGNLFSSPLPGPELLGDSRRADSSPLVRGNGQNANTEHENVQGDDNTAQI
TGEGEDNESTTAPNQPLRGVVVEMPQSTNTDEEQRELQREYDLEGRVLSEAASTAVSNYSSQATAAVIEGSVEAVEVASS
WVIRIGSFTGLLAGGGGIALATIGNVGGSSSLVQARRSGSWALALLMWYETVRGLQ                        
>Pinf_XP_002904816                                                              
MDNSTEPTEPLAPSSTPPILRKSSSLPAYDLALRGDDSDAANSSGDDSARVASIAEEDDVVSLSSASELSLRGGKGETAK
DTVPQLPKVGSARSAPTLERSHTSSELIGLRSRERQTNESAYSSPSSGSAPSFEIESVTLPTDGVTETEIDKTTHTVFSI
EVRLQGGLQWLIRKRYSDFRELHDRLKRTSSPVKQLYFPKRHVFRNRHQSVVEQRRSELEKYINEVLDIRPLIRVPLFNF
LEVYAHMESYERKLQRHKKELESERMKNMLPSELLDDFSAAFKRLCSSKYLYHGSTSGGHKPEAEPSRGSASSAPTSSGG
RPPTSPAKDVTTSTSTGEPSKGSTTDENGNRHSVIMHTAGSQICISRASFRRDILGVFPDMPSSFAMRFMKTVSDRQGSD
INMDEFLRAVAVLNCGTMEDQLKFIFNMCDLDHAGKVQSTGLSNFLVSLHGRNVLDRPEYRRLLSEGFDQGRVRMSCDDF
IKIVPELKAYHTLVDWMAPFADILCETANPQLLESQEEFNPVVQQKILANETHFTAKEVAVLQDAFNNYRASGGGDAVDV
DALTSDFPLEMSEDRFCRVFTSFGSRANGSEIDVFSFVSALSIACRGITKEKAEFAFKLFASVEDGSYMTREDIYSMLRL
DITQNPELESQITALIEKKHPSLNATKSSSSSSLIESMEPRTPSVSGSELGIFVDGIMKGFGKRRRVWDASSSSAQTEAL
TLTLDEFTAWAIKQKYEMATLRIMREVAFIDLGLVPATKEEELLIATGCYTPYDPTTLVEDDRWYLLERKWYIHWCRYIK
IHVKESLALSPPVSNPPTSNTSTSTPSTSKVQVNGGSTSNKDNYMKNLKGEIIRPKCINNYPLLTSDRRDRILKTSDEIK



LGRHYIIIGEQLWMALKLWYGKSGTKKKLLKKKSKSKGTDTDMEEEDDDDDVEDDASSVPSEEENRRKQELALPRRMRSG
GSVGLANLGNTCYMNSALQCLTNTKLLAEYFLSGMYLEDINRTSTLGLQGKLAEVYGKLAEDMWCVKQKSISPRNFKKSI
GKFNEVFRGNDQQDAQELLAFLLSGLSEDLNRIQDKPYIEQPDSDGRYDADLADEWWRNHLRREVSIIVALFTGQYKSLL
TCSVCGFKSARFEPFTFLQVPLPEPKHNTVTVQLMLANGVTPMKVSVRLSISATIFDLKHELMKMCREEFDLADVTESDI
KLCEFSGSMILSFKADNRRVGQIRSIDRLIAFQLEPLDPETIQATRHRRPSYVQTVGSGSLRPDETDHSAFYEKLTKGVL
VDVRMRTQTHEYIPAVVLEAPTAHADYEDQPVVLVRLRRTEDEIKVPLNRLRPRQARLLYIPLLSRKLSYSAVYFKNPFR
PVPFGSPNLVRLCPELTSGLQLYQLVWERVKQYVGPDAKPPTEWDEDETRNADRLVANHIDSVFAGLDDASVVFSSKCGF
LLRRVENKGLTDSRSSWLTRSFGLTVPCTSEPLDILEEEAIAIDWDLSVFQDRETMDTMKHVENHESVARNEAIDKGPVP
LKHCLDAFTSEEKISEGYCSSCRKHQEMTKKLEIWRLPPVMVVHLKRFQYTQTYRRKLASLVEFPIHDLDLQCCVAPHFE
IPEKYPMKRFKSTSSGLSAPARKLMKLRSRGGSTAREKPEDKSSSPDAKADSTATTDTEATSTTTTDSHRAFAAQAQQRW
ATAYFLAVWITGWARLLIEWYYYDDERVRVVEDQQVVSPSAYLLFYLRSDMEGVLVKDLFPKNMKPGKITDEDIERFVEE
GDERRCNIM                                                                       
>Pinf_XP_002904802                                                              
MQPTALEPTPLSSDNGPLKSAFGEVVHRGWLNLKTRSMVNVRPRHMRYCILTRDTLLLSTFKFQPSTGDLQSGLIKPLRS
YKVLGVAPWDGRRFAFLVSVKQVDDHADKVLEIDGPTATAASDWIHHLRVLTSHDEEEWPPNTTSLASLGGSDQSSDSPS
DATTLFSNDKKEANLWVKGASVHRGLLNASGENNCFLNVVIQSFWHLTSMRHFLLHVEVKDESRSVESNVLRALKSIMME
YDDTSSGVLHSRAIRKGLSVLYSADKNFQEGAMYDAEETLLALLNLMHQQTEATEIEETYKTTIMVKSLVRLVSADTYEE
KPQAVFDDNSIPHLVFSHQIYDRYVCGTCNHSSPWDLYSNLVYSTYASDLYACKYESTEQMFRRLTAQEADVASKCEQKG
CGGKLGKERVIHRFPMVFAVSILWATQNATKEQVQGVLENIDDRLDLAKCFDAAGPVIRFKNGGLRTTYRLRGFVCYYGR
HYVALFYSTAHKMWLMFDDSRVLEMGSWSNVVSECLKGRFQPVLLFYELPDQRKDSSVGIFVNDGSLNVDRPKSLSVGSQ
QGDLMPPSIQEESPDTERPSLRRLDDAELHSVDEEQATLSSGRGTHTVTELETNADIELEELSLRDSITQNITPVSAAIA
MCPRSISMNSPLGEDEYDVRFGEALLLGMYLEKIDNELCVTSFPRGAKGGMFGAEKCGQIGLFDTILQANGHPLQHYQVD
RALKMIKAQTRPLVIRFRKSKRVQQLLDMGFSRELAVEALQKKKGDVQAAANYCFETTSG                    
>Pinf_XP_002904607                                                              
MGKGKKKQSKKNHKRKQNGAPVPTSEDPVAPASNHSLNSNGSGKGGNPLSNDAAKRLDRNKQRAIIKRLMTQADEQGLQM
GDKRFVLSAKWWERWCEFVGYDDKQDIPATGAGNPAPSRINNLPLLHVGSDTSLDELMGGPLRPQLKENYHYVLLPQEVW
DALLIWYSGGPTIARFVVQVGDPELGNAFNRVQVYPEQPEDAEPEATTNGTKDSSMQKIDANGKNDDSADGAKLAVQRKP
AAVSCSIPKICGACRKPTGSLKRCGSCQLIWYCGANCQMSHWKYHKGVCRSTLTAEEKEDDILQGLQAERRGKMGLRNLG
NTCFMNSALQCLSHVELLTRYFLSNRYKKDLNRDNPLGTGGNLAEEYDGLLKELWFGTVPSTSPANLKRAISRFAPQFSG
FQQHDAQELLAYIIDGLHEDLNRVKHKPYTEVNESDGSQDDAAVAKEAWQRHLLRNDSIFVDHVQGQFKSTVVCPICNKV
SITFDPFNCIQLELPQQQNRQIEVIFVPSESAKSMTRYLVDVPKKGSVLVLKRALSKLCGVSPSSLLAADIYQSMTYRII
GDTERVHRFREDDRILMYQVDVKPTEEPVQYGFLYHRVGSTLTGDPLLFTYTASTTCAEMLATWSELLNTHVSQSSSAKI
PTNMLSQCVFLTDRDGILLRNEPVPPAADSKFLDFATLHGEELPDELVFVSVAWSPSMLSSSASPRPDVERIVNHESMRA
KSSGSRGHDGISLDDCFRNFVKPETLDQANLWYCSKCNEHRQARKTMEMWRLPDVLVLSLKRFEYRNEILRDKLDVYVDF
PLEGLDMSPYCLEKSDDKDHLSYDLFAVSNHYGSMGFGHYTAFAKSWQDEGEMYPGWYSFDDSLVAPAMPNQVKSNAAYI
LFYKRKNLQVEPTRSNKTKQS                                                           
>Pinf_XP_002902646                                                              
MGNVIGMGGVASADISAVDAYVSRLSDAEIKRYTDGYRRISRVEGSASASTSNSASSLQRASSSASNGSSSNLTGVTIAT
TTETTNGPLLGKKLFRNKVLGAFTMIPHSLADRLFEVLDTEHSGELSLVNVLSGLAWLKHGTYEEQVQLLFIVYDLDAAG
EVPREVLDRFMDVIYGRRRARHATTVQFFDKVFDGRAVLNLHEFRHVVQQKDARGDALLVKWLAVLASKIGLEDDPQILA
LEKTYNPVAIRRRIAQATLFSLTEVTALERQFQKMFDPKGGASTRIPSAQFIEVLSARGLFPQMLLDRFSMKELIRVGVH
CDTNASEDAVQEEERHVEEISATQTAETGWDEEAFAKWAAGAPAVQRLHHQLAFAACILFGLKPESAYLEKRIVEWHWRE
ATRVIGIGHTWNLVGADWWRKWCDYVSMDPKNGSPYGSLPVPLIPPTTVVEVARNIRGNIALRSASYSGDGSSNRPPRPG
PIANWSLLMQSGSRRLKQKLVLARDYYTIPSQVNTVLFSWYSGGPDLVRSIVEVPTQTEPELQIELFPLVLRVARVDPSN
GSVIRSGEEILLSELSTPASLLEATCRALLLLKLMDKARLWYFNDKAPDYKIRLRDEYPDELKKLTQDTALANRHKEMAE
WLKARPGAASRKRQREHRPSMRTSDICSRGNLGEALGQRGPGSEAGSPTIEVDPVLASPVVRKRFSKGAFKGPGLVGLDN
LGNTCYMSSALQCLSHTRLLVEYFKNEAYLKDINLRNRDGTNGKLTAAFGELLRILWTSDRKRLAPNEFKKVLAKCNPQF
AGSDQHDAQELLACLLSSLSEDLNRVVKKPYTEQPDSDGRPDALVAEEWWQNHQKREFSVIVALFTGQYKSLLECSVCRY
ESARFEPFTFLQLSLPESNSRSIVLTIIFCTDRVPLRFSVRVKNGDTVKKIKDEVAAFLDNMEKARSSLPEMEEKVENKE
LSREGDWTKVVIARTSDQHTVETLLDDNLPLTQIHEKDQLTAFQLDRDDDSLPPQQVSPKPAELQDDATSLDTADQASAS
VRASVYPKKVTRNGSAEPVNGKPVNGKASLNGNGNVKKTHGCEPPTPTDSVDAYDESDPDDDELLPIGTSVYIRIDKTKD
TAAARVIGSSANSGVVNVSYSTGVRRYHIPLSKVIERHQNDAFIFLVHRRVERSTDSFTNAHITRLFAEETVAIDWDIRT
LKEEYDPIQASKMDFDASVQQHQRQDNQPLNLAHCMEIFTAKETIPEAYCGHCKTLRPATKKMDLWRLPPLLVIHLKRFC
FTQVSRRKLHHLVDFPLRGLQFGDFVARKREPRGRLSGLEYWLFLGGKLKADGKAEPSPTGSSKLARPGSPRRVSSSALD
APAAATAAVRGDDGFLYDLYAVVNHVGALGGGHYFAYVLSDHDGKWKCFNDHQCKDIDEKEVVSSMAYILFYRRRDTANV
SIEQLFPPLPVDATGNGATTEEEAASDKAQVEELLQQSKLAASGNASSCIVS                            
>Pinf_XP_002997806                                                              
MGGEKSCRHVGQAVRLPEFRRELKKRSHLLCESWDKYTEATDLLVCVSCGFIGCFSDGHFSLHLQAHPKHFVGLQLASKT
FWCEPCNMDIPINVRPKVESARQGFCDAVEELAAKKRRQLRNQIRAPQTTLSPITTPNGSTNNLLDLETHSDTPPIPRDA
LTLDNDVDGHSNSNGVALLDMPLRTKAREDKMRRRMLKTALKREPMQEISVSSTDTETSGELPNTVLGFTNLGNTCYFNA
SMQALLTATHYFPEHTHIEDVLETKNTPITTTFTMLHETVKKRARKALAGESSSDRRGRTKSSRARSGSSSVLTVAPLLK
EMRHKFSQFRGHYQQDAHELFTSFLWAIDEEMDPPLPASEAATDSVTTSSCSTATSSELLDDENGTWPEEDATDSEQTEE



TEEEEGSESDVEQEETKQIFVKTETGETISMQVPKNATLKDVQHLLAKRLNLNEEDMMLDASKVETRATLSSRPSAVLHA
RAEKRKMYSRLNFTRNLFGGALTTAVTCQACGKRTEIVEDAFHLSVSVPDGRHRDLSTTDCLDDFVRETQLLVEANNGYD
CEKCSRQPKARSVATRFMRKKRLGSEPEMEVVLRDASMQLFVSALPRVLVVHIKRLARSRKITQHISFRDKLDMTPYVSE
TLRQGGGEAKNHSLCYELIAVVVHMGNKRSGHYVAYVSRSRRREALLLARARSRLASEEGATVPDVTTPRSAERTWYYVS
DTVVKRVSFEQVLQCEAYMLLYQRRPKAASKTPTNSPTAAMERSPTETAL                              
>Pinf_XP_002908510                                                              
MPSVKRKREPKSSGDSRLADPYLLQTPPCRFSDHHRKRGKNAGVLRNCVDNPNCLYGLGESQKGVWQGSRLVRRVFGDDP
RERERESNKHGKPMPCGLRNLGATCYLNSMLQCLFVNLPFRQAVYEWEPKGQLVDKEQAQQMRALQKLFAQMQLGNESYY
DPTEFASTLSLNNVMQQDAQEFSKLLLAHLRTIFGHSRFSRHWDLVDRIFQGQMSYVTKCLKCKNKSMRPSSYYEISLNI
KGHKSVEECIGSYLSAEVLEGENKYFCEHCDAKQCAERYLELKPQSLPSTLMVQLMRFVYDANAGRKKKLTDVIEINETL
NMTELLRRSGHAEAFDGSGDAVYRLQGYLNHRGKSAHVGHYTASVAYPKPGKRSGQQDDESAVDWFEFDDAAVTDMTKSD
AAKERSPGKKIRSRDIYMLLYTRDGAAAITNTSNAEPEPSTVCRSEVEAVNVAFNAEVKEYARKVSGMEARIQKRVDAYK
RFFEKSQPYPDTSAAHFYWVDTEWLRRWITGEESDSSARKTTSSSQVEEEESKEATPNAAEQNADDDCIIVDPPEANTVA
ESECSGDEKLSSTNCENGDVEIVSDTAPSASPLASPDTNDEPDAVGTTKLNCEDIPFTKPFDVSRFCCAHSSGLDNGAHE
PILRFAPENAPRMKRVSAKLLTYLRENCGEERNVEDSTPMRAFESPTYRCAACEKEFRNKLLNDVDRLKEVSEELELLRG
SPASVAAAVASGGAYLMSRAWIKSYKMHLQMLHKELSHAALKSKKGRRSLTPQDIKEFFTASKEGNGSSSNDTGDNGLGV
WQKPINEDITCVHGNLTLEKRTYRPVSAETWSYFSAKFPYRAEFAESATETCPQCQVDDMASKECIQVERDARDELLSVS
ALDCLYRRKPRGESIRLVDVFELSTAQGGSGLEQASSWTKRDAARTPRRMFLVSRLWLAQWREYIRNVEEDSPASLTLSS
LLCSHQKLVLPPGLLAAHQGQVVDASSLEVELVTMDEIQALAERYGDLEMSFYYGLLKTNITDSEEEESYVVWRQCSQAS
LQYGNEKVISSEGCPDGVVPLVCQDENEEGVICAECQENSDRRHQDELENFSNRVVNVQQLSDDQAAPTTENLTSDANTS
GRRRSRRFRPGAACTWPVAANATDSVYMLKAKIYSEMDALPIRQRLYYKGELLEDYRTLKHCGIKAGDAVFMRLSEDSAD
DLVMDESLEREVGFADSVFLSRTLNGSATGNTQVEVVKVKEVPDTSGDRAMALAMAGSQETRVWVCSACTFYYSLKSTTG
SDKQNIGSKMVTHNDDELEMNWTAEAVDASDNESVMSADSEDEFEDEAGLELASGVKRGREEEVDDAMNSEDDANATKKR
KTDGKQKHNGKGLHRMTQADHFKIVNDAYTKHRGGQMTSLELADGLNEAHFVAPKGLGKHRLDLLPSYIHHLQPSFKRDF
VGKGKRRDKSPYFLILCSSALRCVEVIKHLTSFKCRVAKLFAKHMKAEEQAKQLAFNYLPIAVGTPARVKRLLEMDALSL
KHTTHVIFDMEKDKKQLTVLELKDTATEMMDLLQFHFIPQLNKEASSMKIVLF                           
>Pinf_XP_002909821                                                              
MLSQCVFLTDRDGILLRNEPVPPAADSKFLDFATLHGEELPGELVFVSVAWSPSMLSSSASPRPDVERIVNHESMRAKSS
GSRGHDGISLDDCFRNFVKPETLDQANLWYCSKCNEHRQARKTMEMWRLPDVLVLSLKRFEYRNEILRDKLDVYVDFPLE
GLDMSPYCLEKSDDKDHLSYDLFAVSNHYGSMGFGHYTAFAKSWKDEGEMYPGWYSFDDSLVAPAMPNQVKSNAAYILFY
KRKNLQVEPTRSNKTKQS                                                              
>Pinf_XP_002908898                                                              
MTDGFIGAQAVRSQRAYVRTEQFDYNFVVPKHLMTKLTGEKHKYLANEAANILRGSCLNSEFRLTSAACSIRVDNMVGSL
ARTRMLNDLVIDCTIRCICGVLGDCYALSSFAPTMGCPSPPKTRISSFHYVVLPAHLNGNHWGVIIVRLVYQLETPSITP
YYYEPLRGTEFLATMEVIFQDTMAKFLRNWHHETMQATDFPVVENGVWLNAPTQPDGSSCGVLCIAQTYAVLNDSTAFAN
ATVTQDDVAIMRLRIMWIILMQPERSGNFDNNVRAYLLEPAIQYLLQAPTGEEDSQQETRDMTTKVSVKWGKQVFQDVVV
DKSAPVAVLKAQLYTLTSVPVERQKLMSKAWKGMLKDDVDLATLDKLVDGTGIMLMGSAEVVQKPKEPIIFIEDMTTKDI
AATGTVYPAGLVNLGNTCYMNATLQCLRPVKELREALKAQPGGVSADLTNNFTSALKDMYGQLDGSLDSITPSMFVSVLR
RAYPQFAQQAPRSGGYMQQDSEEFLSTLFSTLQQTLTQPAGGLKTLGPVNNVVDALFGLEMDEKLECTETDMEPAVVKKE
KALKLVCNITIETNHLSEGIKIGLEGTIEKHSEVKGGNAVWKKTMRINRLPKYLCVQFMRFYWKATPESRDHAGVKCKML
RPISFPLTLDVYDFCSDELKATMKISRDRNAEKILNEFKDKSAGEKKEDEAEEKKEADEDDAMDGLSEEDKAALETARAL
SMGAKSPGIDLPIDFQGNYELFAILTHKGRSADSGHYMAWVRHEGDDWYCYDDDDVSPCKTEDIMKLKGGGDWHMAYLAF
YRAKN                                                                           
>Pinf_XP_002908711                                                              
MRSSSSSRGSLRRFFSHRRHRVPRGASARATPASGAAAQRSLAARTRLLDTWSLPELFALRELVHVAVNKTFIAPEVQLD
PPALQRAVRGDDLMRTGASSSASSSTTATSSIEDLKRQQQLQTHVDSALVRSKRFYFSRRADTRLRLSTRRQFVRLFPLL
GRASRTSQRTLFRAFDANDTGKIEFDELCEMLARVKQARGSSVGEMAELVFAWFQGDKSEAVLTHTDVKLLAMTAMELEG
DSKVQTEHGYDLVASLMKLLLEREQHQVTKQVFCQRMDCELGTHVLHVLFAPFGVVKALLDEETILQEVDTTRWRAGDTA
YVVSNSWWTQWRRYVQPDHCSHHSQHNQTRISNNQHEQEAGEQQEQQQERHAQPQVAVCHLRPGPIANSDICANEQLGTL
RPGLIEDEDFVLVSSTVWKRLVQVYGGGPEFPRQITAVSLSDEQLEMPSREEDGKPIECTNVTLVLKSRGQLDQHVQVDL
YPVVLQVRLARHDSRHVYLVYSRRFLMHRTSSIKEIVHRMGIIPDVNAREVTVWLRRRRLQSWARLECSLEAPHATLEGL
QITSAHELLVDFRALDIDEDPQSVAQQRRRTSIGSILPRTPFTVPMLQPVGNDFVCCPRTSLAKFAKTGDWKILRESMAA
EQEAAANASAVSAHVGPAGVLVGLAKHMETATKASRGRLIQHDGLRATGLINMGNTCFMNSALQCFVHSPVFREYFLSNR
YEAEVNKKNHLGSRGAMAAAYAQLQSSLWRERDQGYLLPGRFRDEFTRVRRHFEETRQYDAHEFMVALLDCLHEDLNQGC
RMIAASADDEIQDRSSRCLTFGSFNGGSELESVDGDEQADHNATDSSSDEVRGNAAWRDYTNVNSSVVVDLFHGQMRSET
VCATCGERKCTFDPNLFFSLPIPESSFVRVEVSVLLQARKLPGGDDDENDPETALQAVQQGFWLRRGSNVGELCDRIAEV
HGRAAGNRFLLVEVRRNRIKRIVEGDEVVDRLATAAPGSLSAYERAWTLAEIPVVPAIIREYFNDLNVADEAKTIAAEKV
RSFSDLRVGSRVDARDNHNDWHSGTVIEVAGGGESEQVPRVSVHFDAFSSKWNKWFTARDWKAKRLQPLATRTSKSTEVF
EVQVVHRFTSQASTTAASESGQTSGGDHSFTGNLPSSQKLSIASSHSSPSLNVFGTPLFVTIASDKTARDMHQALFLQIA
RFWTKFNGDPESTTDTSHKDLKQMKLPYEVRVVNLEDLTSERGESLPTESSALLQHFSTRSVLALDWFDVHDYSSCEERA
PEDVPDEVVEAAKADPDLRADLDAAASSKKKTEPEEKAPVVDDDSPPMYAVPLTKCMDALMREEAISLEDHWVCEHCGVP
REGRRLSAIWRLPDLVMVQLKRFQYLENQHKQKVRSLVDFPLKGLDFSKWMGHQDEGSSVYDLYAVANHVGGLTRGHYTA



YCRYDADFPESLALFRTNEESGDVQCPELWFRFDDEKVSEIAAGDVVTDAAYVLFYKRRTLSPHNVLRYAL         
>Pinf_XP_002908118                                                              
MDRAPAQDKDSQKRRKKSQESTSGLATDMEEEELELFHVVQEDLRHKSTVGWQNAVKVLNSAYQHIDRPESQAFLDDAFQ
KIVSIMLDQHASKIGSFEKSCVTQCLSLAVPLVIAQMKAGKYFQTLPVLTMIFSKKKTFYKDLRTSAMIGSYWNKVPGSP
EVRAQCIEAFCEMKGFHLLLSTLELLMQNHREGDELEAAMDSEDIRILLQALLEFRTSVPETICTKISVLIMTYFTKISD
FVLKKESSDAVGAVIGIIRRLVDAGIVSSEATNALWLDITERYVESTSLPLRLFGLEQINQIVNCARASRAFPPRYFVRN
AGTAAVNGVYTLKANSTSATYVFRQQETGQVFTLFCCTMKSGLKWWFISEADKMQPGSDQDIDYYQHQSQYEEYLPPTHN
WIPTGKGEAPAPELVAESVQENDDEDRSRLDYKLSAWVVEKKILEEIFGDRIHREIVSRSALLVKFLADSNKLDTHSIDV
IWQSCIQKDQTLVHEIHNLLIATVPFLTNELLLHLVESIHASLLRSLEKNEPFPELISFLQRLATNSPSFLMDRNVNVTT
AILQLLWSIQMHCSIANIRLSRSLRDFFQEGLRSEYGEPLRKAFLNECLEGIKKSCSLTSSAPDAATSPSSTLIPPALSS
SSSSSVALTNSAELSAKDATASKSLELLKFLIDSYRADQALVVETLNSEHGLVSLLFDELATFVARSTDKQSPSYRTAIG
HRLELIHYIHVKSPKLELSIPQIERLWHVLSSSPAEREYCLIFFNQTSMKSGTAPGTSTVGGSISSAFNLDVCFYVFNEL
LCKQTNFRTLGCMGYKCFNTYFVGLNAQRKLMQHAEEASECGSLNLLGMDALWRIAFEAPLEVAEMATRELLRVYERSSD
EPTHNDDSESDEAVKDFLARVFKQLSTVEDSTPDSLKQVQQCSSLLAGLVSSARKKQNFVSHGLSGRGAYFTIKIIAQRI
PSSNTSGTGMTTAASSHDNAVRTMQAAAYSNQTLLHFRKRIEKLVGHPMLQTKILSSGSAITGDQKTLADLQITESSELR
VLMFNSVVQRSSSSVMDQDQVMTSGKESSSSSSSFSPKRHPGLVIARDASYFGIMFRVLDIVEGHAVHELLWAFLKQIPT
SEELLNRVSNIGATETSDGDVNMSPLDDTANGASKPDWSSLVKGISSHQAIYTLQIMDALLLPSDAAKIPFAHTYLQRFI
SGGGFHEVLSYFINANFHESSFNEGAAVALRILKFCLFDSGHDNGLYSATANGDAPVETPRSKIIVEQSRYDQLVLKIAE
LVVSEYTRVEEKIPAKKTAYRILIDAVKTVESIVSIANDAAAKYIKALEPRAIIVNIFTKFESEQVRDQWLSSLESVCKA
SDAAAEVVFEECIQSVGRIESVTAPCDQYTRMLCLLARLEGGKSSSYCQKLALAVVTKLRRGFSSKFLACNERSGEVLIG
FLEFLREVLVVHADVRAGIARDIVDVVYEECLFTLPSEDRRRCPLCVSLETRRPAFKLLASAISSDARILHDLHGRLTKL
FTQSDALRFKWGQENNIETRGNGEHVGLKNQGCSCYMNSFLQQLFMHPTLRQGLLGAKVAPRPTPQEPTKAEAEKYPERL
IGCRVALECLGGRVYEANVVGYDDLSGQHTMRYENGGEATFVLAEGRPGNENGRYVILQPELTGTDATLEVLRQLQRTFC
YLRDSEMRYFNPKAFVDSCTCLNLEFSVYQQNDATEFCDKLLDRLETGLKTTPQGTRCLQDVMGGKLISQKLPKDCGHRY
EREEPFIRLELQIRGKESIEESLSAFVEGELMDGDNKVECELCATKKAAVRRTCFGSLPNLLILHLKRFDLDYTTFETVK
LNNRCSFPMRLSMKPYTKAGIEEQEARSNLQQDRGETSADEDMASDDSSDSDEFMADVNGDTPAIPASSSASTKSDPNYE
YRLKGILVHSGVAQGGHYYSFIYDHMSEKWFKYDDEDVTPFDPANIEAECFGGVQRRSWHGSNNSMEMEVFSNALMLFYE
KVIPVEPEVAPATESEASVQVVTAAPDEERCEYEAEVWKSNEVFLQNSYLFDVEFHEFLREMVQSQYIKDSLVAAAEDDI
PMAISPSPGTNVVTAPPAAPVALAVPALAADEEIQVTLTDIGVEFVLSVLLHSREKHGIARWITLLASKFTRSKTICVRF
FSALSTSKRVFWLRGLLFECPDSIARQSFVHLVSRALTAYEVHRKEEQATVNEARSEAAAAADTTVIRAFLETIASFLDQ
TSIMQQSHLEECFMLLRNCAEISATARTQLQQLEMIARLINFFLCDRGPSALKDAFPSSTLQPTASRYASPDYQYLLEAV
TAILGLPRRTTEPLLTENSTQYPHRTVLSEKAEQALTEIFEDYQTPGGASGNLGLGLEELKKFFSVSLSSATTSPAVEQQ
ARHMLTKYGTPLDGFMLYYTDMAASSTKSVLQDLRAFGFSEDLQRHSLSSGDVPTGAQILEGLSPLSRGALLNDVFFDSA
LEEEAETTCELLLRLSLGDHETSTRLLRALLHCLQSTETGWKGQPVVDACALAVQRVLGYECDYQKELVELALVHSDYGL
LSSARSRENLRSRYVNTAHVPLFVYRQLVLVLELRARVPAVNSWLADHRNKWEWLYEWLRIESLQPSLGGRLSQLRREPA
KLEMLWRLGEALGISYQEEQRRYVVEGAGYAAVNGVYVSTSHVHDNCLTYACVKSDIEYTLFRCCMPSKARRWYISYSPN
KNLLGTMSDEDFYFVQSHIDDESPPVDGWKVWVKNEKAKAPVPTVRLHSSTVAALDGEGDAADATDSVDGFMARGGFDDG
SSAPTAPSPEMVVETVDVDADAETVEYDDSEDEIRDSNERFRAVHLDTQEDGSSTDDFM                     
>Pinf_XP_002907988                                                              
MADWASSLGVRFKSSRFPWLLLLWWTQTILWLRRWLKIWVHRPLMRLGIGSEDDEEVEHEANLTQSDDQQQSDAALPCGL
VNSGNLCFVSAILQCLAAVPGFLDGVDRALRMRTQLHMVQQADDVQTQKLLVAETLVSLLRGISPIHDNLQKMRSFRSAA
SRCTFLLSSAASRQEQQDAEEFLTFLLELLHGLLRAPAQPVRSNEEERQHFLRIEKLLLKKLRSYNPNDPRSYMQAVANL
GEVRWNYSLRKNSSVITDLFSGQTVRGSQCCSCATLSCLHEEQRVISLPIAAGKGDQTLAECLEHFRHPEQLTGENRVFC
DGFCKTKTTRLTQILLQRVSPVLVLRLQRLKHTSVRGHAEKVDTPVSFPCGRDELLDITMNAFFRDDERGDKFELVAVCA
HLGGSHDSGHYVAYVRHRDSRRDGDSWLRIDDEVVSVIEESKLRSETRTTAYLLFYSQVSR                   
>Pinf_XP_002907477                                                              
MEEQFRVLLGACVAVSTAAAASACDQDYWDSLCGDSAPDDALSLVEDLALLLASTNVSANKLLSLLRVLLVHPSLHCAGL
VRLAQMTLKGFKLAKRWDALNAVSTQLLDAIYAKILHKDTRERALRLYIEVLVGFQHSAELYEKNVTKIVKLAELFSEES
EESKELVRPLLVACAALEHCHRGYEAEAMTLRRAMRASFGSHVDRPTAAEAERLLRSSAWVLSADELGAMLPSIEGKWVV
DEFVSDQHGNGGPQNAGSVLLKTTNNCFAHEVKATMVDGKLQQKLELTGYLFQQMPEMQVLMAHPEAMEKSTWELEGHWR
QLHEETGTASSIAPMAPISAPTWDCRACTMNNEGSATKCTTCGTERPADVNVPTVPNSIKGSNPAPFSAVFSSDLSFMRM
KWSRGEQQGVWLARKQIVERSFDLATSLAAANDTMMDSTNLPGYVYSPQGQPASVLVLERAVLSTSDHTEFTVQVWIRPE
SSPSGNEAQIVLANGHNFELSLASDGHLVWQIAGGRYSLTSREPVEFGVFCHVTLSFGQDKVILSIDGSIAGEMERLDEA
GPSAPGASLLTIGGSFESCDPNEKGKGPGCFYGQMLDLRIWSTLLSKLDENWSISTALTGHEGHLVGYYPLAGHSERLLM
DLSKQQNHACVFEGYQAPDSIHDTAISSISSFVPATPAEIIPVKNAFAVSLGSKFFGSGKFSLSDDGVSGLQVDSEGALW
RQNTVSIASGFQSTLSIAPSVTTEAQSSHKTVVFAMCEASFWDLVPLLSEAAKISNVTSDDVVDPSLRHFDGSAMLIKVS
SDVVAPGVLMYELGLYIWSKKQGNPLSCFYELPGRVLSVAIGGVGVVFEVAVDLELALRMESGNAVRTGLIFPAGKDLAT
QQTATKLLKWTFESYTDNPPKEASQSVLGNVYVALQPEGSGEDSGKSSEGETITCTRVSTDGSAIAQEAYSCQTCSLVHG
NSICRTCAVICHEGHELVVLGVTTTACACHVRGNGLCHCNAPVQVSEYPSLSQPVNAALWGCNKCTVINSIDLKTCNVCG
NNAPEIHTGTGSAAPESTSTALALVEQPQPAVDWSCEACTMLNNATATKCSICDTPRAKPAEPEVVGASQETKTDDGLTT
LYYAAENAVKQDHPMAIQPTGPWTCGACTMENQPADTTCHMCGTSREVPVAATVTSSEVVMTLPASTSDATPASSPMSMD
MDGSDQPVTSEPVNLHDSKLKNIKYLDEYKRTAASAFSHLVEIQSMNDSVWETTGGKMHFTLDKSFVGEYVRGTYVEKDG



KLSGLARLTEDGAWKLDGRFKKATQSQSNACTLYWDKTASRFDGKWYRGDGSGDWKCLASPYASDYCGLAPVDPVKKPNE
LQPYYSGMVNMKQNLTNVCYQNSFLQTLYMTQDFRRLILSCDASNYFAPFADNGTTSGGNVVATIQDLFAQMTASQRPYL
ATHALQRCLPTEFKNGRQQDTSDFAHFLIDSLSQQLSQHEDTTDDIPSIFGGHQATILACKTCGNKSVNREYFWELLLNM
IDLRYTPITSITAVSGSSMDIKTPDRYERLDADLNKDRTGAPYVYLCVKRCPERATSDTAMEDDSERVMPVTELVVKVAL
TTDPKPSMPGFERVELDLNVGGGATAGAKKQVYLFFRREPNGSPITDLQVIYGNESVPDGFKQIQVDINQGDGSKVYLCY
RCDMPITDLKIVNSGIPGYRMVDHLLNVSHEDAVKQYLALKVGGNEPCLTDLKLVEGTDVSTFEEQGWQSIGSPFSSAPV
AQPTESLTPPQLMVRRGHGNPIFAVDVFRAPRQVPKYNDYEGDWMGSEETDRGRKAVRMRSVSEPITDALLLKGSLDDKG
ELSCVATRVSSWSDSITAGAADSVVPVDSSSGSTSINAAPKVYRVSGYWKNAKVPSAQLFDVELRPAPNGVSGAPDAVDM
SSQGEPTRLYTINGTIGDGRGKPIAIQGVQSSRKVKIKWPISSIMVLRGDERVPEGVQVVRETCSGRSGSLLAQTTSPHT
LYLAVKREEAPADDYITDVCVIYGEIDAVPEHYTCLQTTPAGHSANLNDGTTGVPVFICYRRAGSTENAAAKSLMDLALM
WTTGAQPDTLPTGFTKIQHTPLGMDANLNQGTSGVAIHLCYSKCEAKDIVKPLDNPLNGEFEITSSPLLAFGRFFSLSVV
EELEEVRTVEGNFGIVLHAQLIGSMSGILYTSKHQQTEDKKTRTIVGAWRVDSPLADGVGASMNDFLPSSYPFELTLNET
ATEMDGWWSGAEGVSGNVSKPTVSVVTPSSGAATSTAPSGSTSVIGGKWKLVKDSYVHVAFKKDYSTEWKAGQLVFSERV
WRHDIESMLSRFVATRTLGGDNALSCSVCQKKTESRTHTVIFEPPEHLIITLKRMYYDWTQQKACKCLHDVRFPALLTLP
SLTEEEELAVYDPKSSDSTREKQQNQSRHYGLYGVLVHSGLTANSGHYFSFCRESDESTRQLHLEDSTLSPWIKFNDTKV
ERSNWKEINRLVSNTVSDTVYLLLYKKLSYEPAPSSEVDQDVSSDDEEAMLLAKAMALSMSAAKHQHRQNEEETKSEEDT
SLLSTSMVVKTLLKKVEAENTTFLRDSVAATSSTLHADDIHTLLVLRHSLPLHLRAVLDEIC                  
>Pinf_XP_002907463                                                              
MTKASLSSAASLVRVARASDRVYRDECIFSFDSALSPSGLYTNLRSFLSYGASYLVFDRSETPAVYLHQQHTRKPKASSS
SSTEEIPTKLAIGGAGGFAASVKDKFELEKTFYIVSLGPDQHELAREALDSPSLPSKLKEAAEAVLSHAGNTVTEEVASW
QEELEPTKYAEHLIQVPNPPHIASNPSAWKCQAADCDKQENLWLNLSDGYIGCGRQNWDGSGGCGAALTHFSETGGIYPL
SVKLGTITAEGGDVYSYAPDEDDMVKNSLLPNHLEHFGINVNNLKKTDKSMNELQVGLNLSYEFDAVTEAGMKLVPVSGA
GYMGFKNLGNSCYMNSVLQLLLALPEVQERYFKVSKKIFSTADTLPVDDFAAQFAKLTCATLTDRYKKQFVTPKNSNKEI
EEDEIHNVDLRPITFRGLVGKGHPDFSTGQQQDAVEYLQHLLDFMTRAERVGASRLGPLLPGDSATSAELPTASLFKFKL
EDRVQCMASNKVKYVPRDDMLLQLQIPLEAATNATQVNAYQVLEQKRQRLGDEKREKSEKEGEERVVPNVPFEACVEKTL
APEVIEDFLSPATGKKGQAQKTVRFRSFPRYLLVQMRRFYVAEDWTPKKLEVEVKVPEHFSLSRFISKGLVDGEEELPEA
STASGTTESSASASVDADEVLVAQLVSMGFSENGCKRAAIATGNSNAEAAMEWIFSHMEDPDFNDPPASADAAVKDEDDA
VNMEHVSNLMAMGFGEPHAKCALKQTDNNPDRAAQWLFSHMDDLDGAVAQCESESAVSSGDSGSSVMRLDSESTGDYSLV
GFVSHVGKNTNSGHYVCHMKKDGRWIIFNDDKVAVSEEPPLGAGYLYLFRRADA                          
>Pinf_XP_002906351                                                              
MSRFQDPMPSTKRKAENGDASASNAKRRKCPYLDTVNHQLLDFDFEKVCSISLSDQNVYACLVCGKYFQGRGRNTHAFTH
SVQSSHHVFINLQTDRIYCLPDNYEVVDNTLKPVQDALRPRFEETQIAQLDQNRILAQDAFGVSYLPGFIGLNNLKHTDY
INVVVQALAHVPPLRDFFLANKMGKVKSKLVLRFGELLRKMWSPHNFKNTISPHELVQEISGLGGTHKPGSSIIHKCFQG
FVEVTTDDETKVASSDPAERESAVSTTVSPFLMMALDLPSTPLFKDSQGGNIIPQIPLFTVLEKYNGSHITHVLQGSHRL
KKTYRIDSLPAFLIFHVKRFTRNNFFIEKNPTIVNFPVKNLELRDYLKLDQSLPSEEELREKSISELRSLLRKHNQSTED
CVEKSDLVEKILRVTQPCTKFNLVANICHDSPVTTGQEAALQTNPLTEGSYRVHVQNRATEQWYEIQDLHVQETMPQLIG
VSESYLMIYERKA                                                                   
>Pinf_XP_002999158                                                              
MADLPIQCVKNVVLEVTRDDGEIDRSTLQTELVLKKEVGNARLVSGDTMLWVGKGVLSHKDSTLDSAPTRTVRVENGKRR
FVFTVPLDAAGKHFYSQLKDQVDGVEIRKKKRKIRKQLSQVMGFTPVNTLKSPMKSPQPLRKSPAVKPPMTPKRSPLADI
GTPNRTPQLTLPPPLPVTTKGSTSSSLASPVRSPFRSPFRKKARLSQSPSSGGKSLNSVGKTPPKSPAREWLSPARSLKL
RSGPTPPDLKQHTQTPEIRSMGHKKSSGGSSGEKSRQKSITGSINKRVRSLQLMLDDESSIKEAENHAHKKITSQFLTMS
SPSSFHDKTARVLDMSMESASEEIEQANDKTEDSYPRSSDSPGDGTQRSTHGLLNLGNYCYMNAIAQALAALPEFVSGIQ
DEENLLKIIRKQPQPSVKVKTMEQLKAIFDNWRTSGDSKHLPLQYTLKQLLQQVINGSETSINPEPLKNVMGKKNPIFAT
HFQQDAHEFLLNLVTEYEKELVQMVHEVSEKIEEEAKSAPQVQKSSLLNFFRNGPKAKETQNDKTFDAESELICRLPPAK
CFRAELNRTLTCRRCGYSRKQAETFYDFSLDLPYYATPEPEPTAEQEPQAPPSPERQCFCNLTPLTNGSGNERYYCCPKA
SCSYREKVVESLESAQSPAKTADTALKRVTTPSTPACGWSARPPQLELETLLQKQFESEVLELTCEKCKDGKEAESAYQI
KSLPSVLVFHLKRFEVNPHTGASFKRCDPVIPPAVLDPTRSISAPSGGESRYVLKSVIHHLGKSIDEGHYVADVCDANGQ
WIRRNDTHESKISEDYALQAYRSQESCYMFFYVKSERSNADGGKENVPVNRTTPQDENDENSSQQRQGAASNGLRAFL  
>Pinf_XP_002998436                                                              
MQEIEDGEDDGSFMAHAILHSHNIAMMERKKQLYCASCRDFIYPDAAVGDRRRRKRQIRGAVSYHKLLQRGLVNMGNTCF
MSAVLQALAHNPMLQHYFFVAKSHDTTICQQQRQRLLSKRQEQLKTEKETESSNDEEQHTKRGPDPAITTLMASPIAPQG
ILEAMWNAFPSFIGTAQHDAHELLIALLGGLHSHTHPRVFLHGGASPRYTPRGHSLCDCAVHQHFSGVLRSELACGNCDN
ASHKFDPFLDSLVRQFAVEEELRGSNQVYCVRCSNYQTHYKSLNLHTLPNVLVFHIRRLDFYRQQKLKQTVQFPLTGLNM
RPFTSYVYDLMAVVNHHGESVNGGHYTSYVRDEVQRWILFDDVERTYLLYYVRRNPFIAAVG                  
>Pinf_XP_002998429                                                              
MNTGSGTRVEMASATEAHGHDVVITFGDFSLEEAQKALEDDMKNPEEQEAARTQETPKSWAEALGAPKTQTKPAWGGTAA
PWAAAAGVNGATDAEVAKDPTKPLPFEEAIQNTLKHLDVSSPAKEMKKRGLVNQGNTCFQNVIMQSVLACPPFLNLLAEI
SSTSPPTAEMLASTSTFKAWRHMVAFTREFEEPTLAQLQLQAANGERNLNDMHGKTPQAIRISGYFMDVLSAFQKMRGEQ
EDALEFLEFFLEYLHTEYEKSGLELPSSCEKQTKRRPSTAAKPAEADVAFENAQAFDDGWAEVGKKGKSSVLRQNPVDTI
RSPINWLFKGALRSELKQNGKRQSSITVEPFHCLHLNLDYETQDPSFVTGVYGLAKPLSAPITIQDMIRKSFDVEVIEDA
NQIPTMKKFTTVESLPVVLTLSVKRFTYHPEQGPVKLQQFVKYPPFLEFPTQFMSTTCRAENGMDVPGAAAISGAGFSTP



PMYELFAVVSHLGKFVIGGHYTCVCRDNKDQWFRYDDEHVTSISEATALSETAYLLLYIRTNKRPPPSAPTPPSPNAAFI
KAKGSSGLKQKTTNGSVGKAWKPQTAAPSPPPAPRPIPGMSPKKQPEATKPKSKKQGKKK                    
>Pinf_XP_002902033                                                              
MVEKRRSPVGDSPPEAQRRKKLNTRTDADVEPMDVDTPDAALPTLVFRETFPVLGLGNERVVTPSQKDAQGASWRVIWQP
RSLTDDSFVGVFVELVEQDSGAVRVAELSITLLNQGAQPALVKHTSVHEFTAENADFGMSQFVQRSELMNPSNQFLDKQG
RVELELRLSFVGDSTQQLISYDSKEETGMVGLKNQGATCYLNSLLQTLFHLRAFRQVVYATPTAQEDTNDSVSLALQRVF
YRLQRQQKAVSTKELTRSFGWSAIDSFMQHDVQELYRILCDRLEEKMKNTPVDSAIQKLFEGKVRSFVECVNVQFQSSRE
ERFYDLQLDVKGCKNLMQSFRRYVEVEMLDGDNQYEAEGHGKQDAKKGIEFLTFPPVLNIQLKRFEYDAMRDGMVKVHDR
FEFPKTLVLDEFISKDKTKTDAQSPSFIYHLHSVLVHSGDVHGGHYYVFIRPGKHIAASTDWFRFDDDQITRVDEQVAVE
GNFGSGGAVVTPPHGSTEPPSPLYSSSLFCSPERSNGANTEANGVDGLEFRSVDTGENTVEETYDYSQNNGSGSLILNAS
SNSLMLPLGRSFSSAYMLVYVRDGENDVSAIQDATSDEEQYELPSWQSDPLPIPQELVTRFHEEEQAVARRKKAQQTEHL
YMNLRIASDSSIAKLKRVTKTLDFSGFNNSTTVRVRIKRAASIRQLYRRVYKETGVPMSRQRLWKVITRENRTTRPDLPL
GPDVYESCVDSLIEDDASPKTPVKMYLQILDATSEAALSPASPSSPSIHDVRDKKTRTAAIHRHFLDEFSPPETKDEAKP
SQELDEDDAVLHESTDSVVEHAPPLQSHDILLIIKFYDLKKKLGERLEYVGNVVVDSRLTGAQLADYLHEALAIPSSRRI
LLFEEVQPVTVSTICLETPLATAEIQNGDIICFQYAEDEEPVDDIVLKPDPEDNPDAVETYIGPDGQERRSYPDVRSYFR
YLLDRVEVTFYRYGHSDEFFTLQLLLSNLYIEVIDAVAAHLDLIGPKRLFVRLYQHSPLNNLPMKAPLRHSRYAADDQTT
LDDLLTEYMERTNILHYELLEHPITEIEAKKELLVHLSIYDACFATEQAASPSPVAPHRSVEVLVLPTHKVCDLLKLIRG
GFGLPKDTPLRACEVVQHGTMIRRVIKEDAELKRYWGTGHGADANTPEILVEQIPIDELSDEISETLSKDNMSDDERPLW
FYRGVVHFNFQNNANKWIHPHGVPCIVRFSEQETVGEVKERIRQRMGIASDVFAQWKFALVKDLKASTLQAVYDDMEAEA
LDAFPMSRLTELCGADFENLGNLGLEHADPTPPPRHHSNRRQETGIHIRQS                             
>Pinf_XP_002901642                                                              
MAVPGLQNLGNTCFFNAILQALASLPSVHEFLEEIDRRARVERRRIAFTGALRDCLEALAPRDTPVVVAPRILNAELTSK
LRAFRGNKQQDAQELLQFLFKLVGGEQRRCGVQDRGLVDLNPRDDVPTSDSISDLRLTQAVNERSWNPLQGLQVNLLQCA
RCRRFRPLNNQPFLDVSLSIVAPGDKKVSRLMDALKLYTEAEVIKDVECSYCSVVDELEVTRKEYTQTIKGQRKNKLGMS
DRDVVEQELAQHELKGWIHTLEQLANSSTSFDLEQLERPIPRSRGDCFKRLQFSRSPDVFCFHLNRKVYMRTGGAVKLET
YVEFPLELDMDDYCQYKTSAGAESKGSNGSTSIRRPRASISSFVGETLKQQYLLYDLTAVILHHGNERCGHFTAYRRASP
SQWFFVSDDNVREASVAEVLKSCAYMLFYERKYRTKRTTRSSETEETTDDDDSLPDVPFEPHVLLPNGRF          
>Pinf_XP_002901389                                                              
MAGPRIAQSSTLISTYAQQQEEDNMFRQQDRSPAVYMRVPFSTRPKKVASSVTDSFDHPATSKPPPIGGKILGRPVNRPA
ATESSMSRTSSATSTLASLTRFHSRQANQSTPSNSSVREKNNDDLDFGNSTSLNLPSIGNSERPKLTPSTSSAASSNIVT
SQATTTSIPYPARVSSGRTSSRNEMARKRHPRGLVGLQNLGNTCFMNSCLQCVSNLPALVKYFHPGLYAREINDTSPTKG
ALATAFGDLIKALRTGDKFTATRPVELKRVIGKIASRYTGYDQQDAQEFLRFLLDGLHEDLNRVRRKPAYYEIKDRPEAK
DRDVSDEYWKFYLERNASTLSELFCGQLRSEIRCETCNHRSLCFDVFWDLSLPVPKKIGKNSTMRISSGFFSGGRTASAS
GDTASAMSIHDCLKAYTEQEFLGDDAAYYCQKCKTHRSVAKKISVYRLPNVLVLHLKRFSYSTFSRDKVSTSISFPAQSL
DIAEYCASDAVVDGSTLYDLTGIVHHMGSLNGGHYTAECLNADTQEWFDFNDGSVTAIKKPELYSSSAYMLFYQRREEKS
LTI                                                                             
>Pinf_XP_002901013                                                              
MEKLAAELERQLREDQLQEGDDWFLVSSTWWTNVLGASPSDDTDDDADDSDDAVPRRNSDLRVQNAPLLELELSSRKRGV
AVLKPMLVEDRDYRLVSQKVWNQLSDRFSFDWEISRPVITRGPAKNRIVEVNPVIFEVLGWRTGLEGPVELIDTEQKPLI
LTASEKCSLKELQLKIWKVAAESQLSEMFPDVTEENLMDAVQVCYRMDEESSWTPLRDAVVKEERPTNGFTSSNDPDILV
ESTTVGELQLEQRDYKPGKKKLHHLLVEGRFLAPQEAGSRDWRHGKFYSEIQAEAWRFRLQKDQLIDALDTDNKWYESRV
VDLAETQVKVHYRGWTAKWDEWVNRTSTRLAPLHTKVRNWRNFQLNDEILVGRVVSGKSFPEWRIARVTDVQKIEMDDSL
RVELDVGGNKRWMDAQDELLCPVGTHKAVNASTVVASPVSTHSPASSYRYGRDFEAGRGRPEFEGVVGLSNLGNTCFMNS
MLQCLINTAPLREYFLKKVPETGTLCFTKEINRDNPLGMKGIMAVDFASLLRKMWSNEFKVVTPTKLKSVIGQYAPQFAG
YQQQDSQELMNFLLDGLHEDLNRVKAKPYTKPVERNGRSDADVAREEWQQFLRRNDSVIVDNFMGQLRSHVTCSDADCGH
ESVTFDPYMSLSVPIPNNEAVGVQVQLFWANGDIPMKYALHLPKDACSLQDAKEKLSQLSEVPISRLFFVEVWNHRIIKA
YSDKFSVERVREDVLHAYELELPVTEYSFSSPTIRPAGPRRLGTLESESERKQMHLVELLHQAPVASPVDGRATSDGYDM
LVEEGYGPKQRRVEVELFNTPLLVSIDTTWTKAEIHEKVWRVVHRLVATGEADKESDASFGCRQDQRLPYRLHVTEPNGA
TTFLNDLPRDNEPVDVSGNSNRPFSFTLEWKRNGYQQGYDETSAKRVELHESMKSLEISSKPARLTLFDCLAKFTEREQL
GEADAWYCPKCKSHVRAFKKFDLFSLPKVLIFHLKRFRYAQNSFYMHRDKISTLVEFPVQELDLAEFVVGPDSGSARLYD
LYAVSEHMGGLGGGHYTAVAKNPVNRRWFDFNDSHTSATTAQDAVSAKAYVLFYIRRDEA                    
>Pinf_XP_002900151                                                              
MLAMAPRAAELTPASSRLPSPAPPSFKHAKVPTNSAKTSLNETANPVSSNGLLPFKAQCKSAVVLVNERRIDFVRAKNVR
VIGRLDGNSSETKPKKKETKEITSNDSVERVLAWKHSKKIGPGFANLGNTCYLNSVLQCLTYTPCFAQFLLDKEVFASFN
SGALPSTGNKFNKKFGKNGFSGNSGNAGGNGFCSVRAMSRLLQSVHGNNAVRVLQPKELVMNVRHISKSFRIGRQEDSHE
FFRLLLDSMQRSCLRKAHIKSESHSAASTTFVYRMFGGKLKNHLKCAKCGFVSERFDDFLDLSLEISNGVHSVKGALRHF
TAIEKLDERNAWKCSSCGKPSRAEKGLSIAECPNVLMIQLKRFDLMFGKIKRHIEFPRSLDIASGMSKNCEDRRRGRTKY
ELHAVLVHAGFSTDCGHYYAFVKGSSGQWYEMNDDSVRWVSLDTVLQQKAYMLFYSRVLPPSERPKSKAKEEEEVKAKAK
EVVKAASQEEIPEKTAASKTVLAKTKELDMNGFLASLKTAVATDDKPMAVTPAHHQTVVTFKVKSKPSNDTPVVARPRIK
RSLTPTFGGRVGRIHRFGSASWKSCPRLVMTQSVREFPEESTVASKTVATVAKTSGMTKVPFDPRQLKNVGVRNAALFGR
EVDKWTGETDVESSETTSSDVAVDSALAAKHDRVLNALKQEEWKQRNAGRQDYWDETLDIGKVKKVKKRKEFVANEGRKN
AFQTALMRKKKDAKRQRTA                                                             



>Pinf_XP_002897624                                                              
MAYLERSPRGMMLTRAGAVRLHQPHRTKTGTANAVSTTTSHDNSSSTRSSTMPSAKVAGQFFARKGLRNDLGANNCFLNV
IIQSLWHVRSCRVLISMGDHAVHHRCGGKPTNASSMRTETITPCLLCELEQIFVMYQFAEQPVLDVDRVRLALGDTFALG
AMNDATETLETILDALHYDTFNRMLLLRHRGCAHSSGVHKVEEMSESVREDASAIICEPQCVAHRLFQMNLMELKICASC
GHTAEPLMNTDFLYRVYAQELLNSARAGGDKKHVTLEEVLRAEAQSQEVAGTCDECEKGNQRALSRWILTLPMVFSISII
WSSSHVNKTDIKDWMQLLSTQRQGDEESQQALDLGRIFRLDNSAEVASVYSFRGLVCYYGRHYVGFFSSRLNEDGVEKER
WFLFDDTRVKLVGTWADVKLRIERGGYQPTLLFYERNGIEHENLEKIASEIHKWWEASADEPDETNNNEKTEKKAAEAVV
KNGKGAPHEVEFGLEDELLAKMERSVRITQEHPLPPLVQAGPTAVPTSPISLPPRAPKSMPVKNANGWRDEDIHLHIAHQ
SAQDTLSRLNGILSKDKVPVSTPVDGRAVLRMAMSQSMRNSVRLRDYSTHRPTEKQREVNPDKIFEDDTPAITEEQDATA
DKTTEVSQARVKIYDVRLNASDGGIGLLLEETSDDDSSSDFKKAFIVSGFEVNGAGEKLPAEASGAIREGDILVGINGHM
LENEELVDVLEMLLMSPNPVQLKFYRFQPWACPRCTLLNNSIDSACAACGNAPVVPS                       
>Pinf_XP_002896638                                                              
MNAHRTWKYVTLDATGTLLRPAEPPGVTYLRFWEATSGQSFSSSRRAALGAALTSNFPSEFSLQSRRRPNFGSDGTTASA
FPWWRELILNVMTRSDVAVNAELSERFTRDLYAHFARPEAWTVYDDVRPTLEKLRTLNVPMGVISNFDERLEPLLADLEL
RSFFDVVTTSFSQPHMKPHTSIFLSTFKQMQREEGDVEPSRFLHVGDHLSKDYKAAKDVGAHARLVWRNKQTAPPPNVVT
ELRRDFDGMCVSIASELAVCDDPTRWLDLLTAVVVEDRAPELTERLEMDFLPQIVQILLGKSLESGVERVHKFLQWTLEN
VKKGLKQGDVSRLSCLARILDGHRRFYLYHGTSNDTSETETREISDQTRRFIVRRSSEYTSRYFLHNLEYWGQLDGFSVL
LDVLQTDTSFEVLQCVLRTLYDVKDHLNSEFLGVYFPKLTNSVCTFMQHLPSADFYALSRDSLLEVVQVMELLLVKIEHG
AKQPTAMTEHVSLREICEQRVQILRLEISMRFFQSTSLEKRIYGLTEIVVIITRLYNDQIQEQTDPTAASLLATLDYLVN
WMHDKRLMQELLGEKMHVELIKRSTSLFQFVSELEVLPTEWIDLVWSCYHAEADDAQESRPVQRRHEAFRSTIHDLLLEM
ATFMENPSLLHLVRRIESVKAKLDSNQLGLLAAIAARRFLAFEDARTSLRQRILMHLWSTVLPYVRSEDFQDEILLRMHE
ILRLEATSEDETEVKCKCAMLDEFLGLCMDNIRRRENLGISLKLFTQLSALAVEVGIIVAESSDAYVGVLLSETVDYKER
IRQNLNMVDFLHLMDDAREKLSILTNHVGEVKNRLLALRAAWILDAADDNESSFTEEQLNKVWELMIADAFLSDEAALCF
QWIELCLNTPVEKNPIIKNADSRALMPLSIAEYLLTTKFATLSNDHITLSTLCCFHSIFRRINNLKGGDKEESVELMTGQ
PLVGLDELWQLAVRATDAAVAEEIIALLASFHLAFTPEIRQTELPFQCKMRFIEKCMGFIATAKKGAELVSDADNDKKSK
DVAIVNRCVDLLRYFLEACKVEDDAASKDEEDLLRKLESEAAREENQKAPKIFPLEHLEERLPYLEMYPSPMKDSQSEAA
KIGYPTGRRPSWTFRQQHALLDVIVDANEEAEVEESASTEADNLPPKIDILLKTESPAKPSLRSSCARADLSYPQASSPQ
RGPNLRPEDVDLAITDFTNKTPSDSTTKSTTIKTTYGAVSQILANQGSYFNVLLQLVDWNETTSQRTWDLLCRLPTNNEL
LRRMIHLRRAENEEADWSDLLDSSNIHRLLYALRLVEALLIPIEATNKDELNSGRRQWRERFVRLGGTKHLYETLLQWPE
EQIFDRDSVSSQYAQNIRATCLAAVMRVLNYFFYWNRQTIERGHASPFDVRLQFSTFPEFVKSIELSSMLRVVVQLTARF
SSQKSESKAPFSDEAAEAVCCGVQLCCSIIRFEPHLTSQVFNPNIEDGKSSEMSAWLKSLLVDCPSKSTRGQALLTLSEM
ATAFGFMDSSSTRSIFELLVGSACYLVSDECFSEKIYNFSVLEELFTFCRVLLGYSRVLETINLAGRQWNYAPADSFLDV
NTPHVGLVNPGCICYMNSLVQQLFMMPKFSEGLLALDFPQIISDQKSPWQEEVEQLQRLFVSLAYTNRRSCDPVAFARSH
KDMDGNATDVHIQMDADEFFSLLLDRLEMFIRPKSMDSSEAKTEDFMAHCFGGVLVNQILTQQGNLSEREEKFFALSVEV
SKKRHLSESLELYVQGETLEGENAYFCEREQRKVSATKRVCIKKLPQTLVCHLKRFEFDYDTMEKMKINDYLEFPMEIDM
FPYTSDAGADSGDGKSIMYDLVGVVVHSGTSDTGHYYSFIKDREATENPRWLEFNDEIIREFDVETMGEECFGGEEVAQK
WNAIQGTYSPLVHMKRRSAYMLIYERRSEEILSVDSEKSTVSSQVQILADQIMQVNARYEGVVNAFAPNYEQFISDLVDS
ATRSECSPEVARKACQIGYQFVFGIGSLRCRTTDSSSASSSSVFSRKISARVVLYLAGYGKSPSSDDDDERVNLSKWILT
ETVAPPNNSLSNSAALERQRTWLFDTLFLTFEGQELADCCFQILLAAVRVLTCEMTKAPEADESLVDFLQESMNLLYSRE
PHLDVSDPVSGCVLTLSMDARMTATKQLGAFFDKCIGESSENPTLICRLFLEKLQFFNHFLLSLQTPVTPSDVIASSSVS
SRGIAPLAIETRSATPVREHDLRVAIFYLEMKLLRKMLEAYESESLSMDTTPLFNHAALKNTVLFGLEDIIQPLLTRVMF
ESENPKCDRLVSLLVGVLEEVKDTHADKVLAVFARLLDEEEERSKSFEEDKWTLHRHVFSPTRGILESVTYYRDHGSREY
THLLLEFVVRRASTSSTLRELFKRDAKISNSVSWIPQWLLLE                                      
>Pinf_XP_002997016                                                              
MNAFHQHVLKNVIACMLGDDAGNVMVYMMSLLRMILNGHSSCMFFYIKYPGSYTAAKYQRLVYTSYLVSPDALAAIPTRH
PCRSFYFIDNVDLFVQAGGFRLVLQRLADPDVTLTEMLLYCTILNEAKPCLTQQKRRRSSSSARRRPTTEAQTEDFFREF
LNATFSRLRRMSGEELKDDDGLIDHIVGVLDLLCRDGLLLGSRIAESDIDESTATDGSALSSDVEFAEQIEIFHLNLSKS
LSAVRICRNGCWVFLRKASLTSDEQPMTKWLRTKYIVEWLTASDILEVILGDRESCAKYSLQEGTHLEMLKRSKKIFGFV
AAHGLLTEKHIVLMWKTALSQLRSGRKTVFDILITLCGVLSADLMDVVVMLLTQVPLNDYDELVVNFIKRVIMIASKLVV
DAETGGFKMSLTSLVSAASGSRNKLSVSAQKDLEVLNKVVSLCCTLYWNAILQTDAPNESGSLGVRPSMRAEVEAALADS
LNHVQKLWISSGSSSSTSGKEQQQLLSGYLSKCAENIKAGTLVETSMSLIQRIVDGYGGGSSSLAASLTRANSTPTTPSE
LLKELNNAHDIVSVVVEAIKNCVVQADIKDRSQTAHLIAIKKRLAFLGYIVTKSDLKLPFEAVCQLWGCFNGPESTMGEH
EVFFAWFTTVIPDPNNFVHRAYSGQTGFSEAVVGEIFQSLIMPSSPNGSASQISLDMKTMSKESFWALERLFRFVNTSTR
RISSTGVVGSTQSRSVPPNKEDAGFFVVEAMDLLGLESLYDVVLRAENDSVSQQAINYLIYLQLHVGSKLVRREVWADFV
EGCLWRLKEEAKTTIDASKTRKVVRLLVLLSTFLYQSVVQTRDDAAAGGTFDGPEELTVYVRTQGGRVAAPFKYHLRRTS
LVSELRDRIAKDTGHPADRVRIVNSAKTKLTAQGHGKFTLEKARVFFTYSLGSSRSSSGKKLLTQTAPAPSRRTSKRTCF
VEAILLSKVESDTSGHTNRSILDFHGAAAGVGGTGNNSSPESDWHAIKTEISENDTWVALLFKLLSYNDGIAEEAWKVLK
LLTVEEEMEKQTRTKPSSFEWEPLLDSKCPPKLLYQLELVEKFALAVGLDGLIGTVNMWSASFIELGGRALLEEFVLSSI
PRQLLAQGTLSVMCLSKLLKLLRHFVVVESKLADENGDTLEGNPQKLIHRLLETLSSLQGQPTVSRESTASPLSLTEYTR
PQVEDPDNIDDIPSDAYLMTRLLSCIATCTLEVSQGALVLLKSYAGHGEIVLYCLVESRFKPVRLEAANVIAALSTTRNK
LQEDRVACCNYFLQLLGDYSGPVSDEEYYNVFTLLITSAEDLTKFAILPSSQILCRRIKALEIKDDAIGAPADPVPPTFR
RMLPPAPDALLEGQLSTLLAIIKRIPAMLADDALDVPCDGRSLREVIAPTLHDQEGIIHELFHECLFATPDKQGNGETHS



KASECGVNDIQASSSSQYYLRQPKCRSDSCRNVAFDLLAELSIDNTDGLRFLLTQMANQHTLERPPEPSVATSVVSTSKR
KSLKTAKDQFLQRGKYVGLKNLGCTCYLNSTVQSFFMMPRFRRQVLRLQSSGSSSDKAEAKSLTYELQSLFAHLEGSAKP
YYNPRPFTRAMKTWDGETVDVNIQQDASEFLTSFFQQIESEMNGISAGSGDQYTSDENILNTFFGGEFSNELVAEGDRYS
ERFEPFHFISVPVRDRKNLKESLDGWVEGEKVSYTWENGSGAKADSGEEEEKVTLETHKRISISKLPAYLIIHLKRFEFD
FEKMQQIKLHDRFEFPTELDMYPYTKEGQQEKRKRSKSSVEEGTGSHDVRLSSSSDNGDDGRTTAPEYSQYELVGTVVHL
GTAHSGHYYSFLKDQQVPGHTNPWYEFNDTLVTPFDPTQIPDECFGGEDSALTRHDSASGSASLEEGSPLPAKMKNRSSF
MLFYARVSPELRIVRDEDAPCVGFSTAVIVAAFCSRLKRRASARLSHLRSMALVIAPEPIRKLIAMENRLFWRKRYLYDT
RCLKFTYNLLRSCLVGLENAKNMAVMPRFEPVEVQFEALQVATKFVFGTLWQGGDVSKVLEWRLILQALYHSDIGGCRWF
LSTMEANEALLLELLVFNEHREVRELMANVISEAIVTTSNTEFEEEAKEESESSSGDGKKRLPASFEFMFFLIQLMPALL
SVPVQHHRQYFLTMYDFVQTGRNEGSFLVVNSVVGAIVSLLTGLGNTQPLLQLQLKKHKSKQILKRIDLNVTILKLLSVL
IRCSLPPAMDVESDAEHPLILPANMAQEHVDLTPADHDVLLNERFITLLTQRANRYTKETKPLEQIVSHLCWESRRVTAA
FLDKIIHGIEVEDHHDVKPYFRTLNSLLKVRDSLAGERLTDGLTKLVAVMASQQRYYKATETSLDMLARLAKRHSGVTRW
LRDNHQSCVWMEKWLMAHRGAEGYLQQRKTVLVKPNSTSSWVNVSATSSGLIKAIDRSITKLLPRVRSILDPEAVVETFY
DSDDNPQRLVGKRVRVKWAKDKWYEGTVQQFNEDTYEHFVAYDDGDKRSYHMSEKLFYVVSLTPSPKFRKKKTQQQQA  
>Tgon_XP_002371233                                                              
MHAEGHSSRQLPSTSAEPLVWSFCSAPHAQVPYAAGRPTAQAAFPYGAHAAVSSDGSFVPAQLSSADGACGALPGVSTPG
YTAFACSASAQEGARNLRCDMPATRSGGDTPSLAHGGSWPVQARGLYTGEGGNFWLPVSRPDAQAAQVHGLSQAVQRSVL
ARDTAPFASSHAFSGQNAFAEGSSQVQATAEVRPPTSVSSSGAEVPTFAFSSDPGAVNHSGGFLPAPQNLTGSFLRQEEA
SRVAFAGAGDAASTCTNRSRETLGSGRAAPGSRDGGNADAVSDQNRGGEEHCPLPSLAFAGTAARDVHCASEPPSLAERL
GGGKAGDAGVYVHPGETNRGATGGFKLPPHAPETPFSQAIPTKCVDARGFITHSEEVMIGVERPNASQRQRTIPDAAHQL
GDHASGVHTPGAVLTADPPSWHGGAPVPAPFVHPSVVQPLTENGFHVPAGEWSRSRPQAHRRDSGLHACTDFASPPCPHP
LAEVPRHATDVCRPLSWSERRTDALLARTEECPPELSPAPKKRRRIKKDKVPSTSATQTGSFSSASDSRTHEPAPTGAKV
KRIRPATAAAGSNTRQLQMHPPEVLSFSPSEDTPEKRTKEKPRSPEVGHERIGDAALGVPAPPEGRNSVNAPDGVGASSS
QERSEFITERQEEAAATQSSAATASVSIQRSQAVAPEPPLGPPAPADSSQLPSASSVSLPTAAALTRSLCVSPALPSAPS
SSPSSSDPSDPSPSSKADGPQALRDASPGESREAVPPSASLNEPHDPRELHAQASSISASLETVVPRSRVRARPRSLFGN
CRRPGRRPRRPERGGEPERGASLVKTVEGSGAPGVPCSRSPSVHARSSPACVVVGYGAVMPTREVAGNSLMGLINLGGGS
CFLNAVLQCLANCQPLRDFYLQWAETLPPRELLGRQYAVYTKHLERLAPFSRRRVKRRPQEERGAVCTSISWELATVINH
MWRQSGSVKFLKPDALYQACCRIMPDFDPHEMQDSDEFLRLLLDILDAELRAAVLQLPLEDVLLLQRRPTKWQSDDGSPQ
VPGSEAASSRTGSVSTLETPPMSDVVSSGSGSPSSPSASHAASPVSSPLPRSSTALHTEASALPPPVKGVRRSADAARER
ASAASATACASSEAACASLPRALQEAYRARVKQEATVDSEGVSGSRESRPLTKAEAGTLPNPEEKSAHKREESTTSGEKA
APRVTSSTVDAVQTLFSLVFEGGEVDEVRCSACGRRTATLVPFKSLAVAMTQEAQQQACYYSSMRAKPATFSSELVPVDL
VECLDRHFADDADSLKLSTGEGYFCCRCQRKQDAVKRCCLVKDHLPFVLCLTLKRFVRGHDTYKIWNPVRFGEFLDLSKY
VRSDAFPAPTGTEKQPGGAADPAGAGGDIRSGRVSWSASGDSADAKMERGGEAASALAPVGTPGGKQGQECGGGPTAIQA
KVEQKSQCEFPRLSGGLSLCSEPGEWSASRYAASTAAWRGPDAPGAVAASLPRGALSLSACSSSAGGRTSTGDSSQADSP
PAFRDRQAPTLACMEAGRPAGGAEAKASMAGSPASGLEGIRSRDGRDTWTHMSESSEAESAMKREKNEGEASGDSRSACK
SDTRDPESSLYRYCLVALIEHEGPATDQGHYVCYVKHLETGQWFKADDKLITLVDLSQVLAAAPYMLFYERVRTSESMRS
YPFFVSDEASVRSEKHEQGDTHAEGDTEGASSSTFGPENRKARAWRRCDWSSWTQRVKEISVPSDLFADDDSGGPSSSCT
RQPSPERSPGDSDTRGLSPASAMSGSSGRRARSEAPGGVPPSLFSSSCASQALAAAGKAPRAAGGRAGLREAVGASSGAV
RSRVGVSSSRGASCTSASGAAAPEGHGSFSPEAACRARDLSGESEGGSTVAEVAAAQVRREQTRTHASVEDGSQVGARQS
GECFLWSSERAFLTLACSSTFLCSCVQREPTFAPTPTSPQGSTEPASRGRPETQRPSEKAFPRRVGLLEPEHVSTLPPAS
EAAPFGSAGSIRVLSGGETEAKVRSLSQMERTERKRGAVEAPPRRRASVEGGGMGLTAADREVRRQVEASLLTEAVNYQI
EKGRESSRGKAPSPTCESAAGAGTDGKVAEVKSFLPREKSVFLGEGSEEEAKRSGSFQKNEKDTDTACITSVKGVAAVDP
CGGVCPVSKPDVSQKAFSETSEPPDRQSGLGSTASKAFAATPQRPSEVSLPAPDSGAGVAVSPPLWTGAQPSSCAVSGFA
VSASKPENAVPISTPGWHVLHASTSFPQGPPAFQGDSYLREGFAPAARLPGGSSVSSSGGNPVDSPHVTHGGPPLGDSWK
VQPGAHPPHVVWGSQGIPESRLHAYPRADGSQQGFAVQVAADLQSAQTPGFSTQWLQETTRSAEETVRTGTGAPPTAGTP
LAVKGGGPQVSLDSREGQGRRREGSGPPAETGAPVWPVGERPVDGGTAGATWKQATEIEGLSAKPQVASARPEENIGPGG
VDIAPASSVASHADPVAPSSGVDSASAPEDAQAAAKAAAAEKAAKRRRRARQLQQQNRRLKNAEAAEVEAAAAHAALPSV
GGGREPVAHAAEMGLAASEAARGGISTTAPGSGIFPQQQTQAGQAYVGVVPYPGAAGREVPHGHPGVAFSEGFAVTPACA
PLPQGLPGQGYRAGGQQLGTSTLYTWSGAPGKLYGQGTSHVSSPSLPQLQSHAVQWNASFSVAAAALQEAAAAAATDAGA
QGEAAKPVAAPTPPRRRKKNGSAPETAGAARVEGLSVSIQGGVSQPVGGWNPSQHLPQGPLLSGTALGPNPTVSRSEVDH
GRGAVGNFQAPSQPGMSDYLGVHMQVLGASGASGAGDCRAVFASQVPCAGTSSGPRSGEPQFPGACGGAATSASFYGSDG
AFSSSAPVMGHLPSVAGPQGFLPSATAEQARAPVPCGESVQPPKKPPRKRPPANKAVQPQAQTEIALSASQPSACAGTLG
EKHSEFSTPHGHLRQDGFESSSNSVGTSWALQTTPDSAAGRPREMQRQGVSKPHGLASAPPSLPQTCAVPMGYKSGPFPQ
PSLHALPAAVTGGTQGFTGGVCTHCGRPATATEQGFQPSCSCATRFFSASREGFAAQSGVTTAGATWPSHVFPGERNPSG
DLLPQARPAHAAIGEERVLPQPAFVGTVDSNQQLQLNYPSTQYGWPASAGRGTNPSASGFVASHFPAQPSPRGAERQGPG
APAAAVPAHQLGVAWGTQARAPAVQCMQSSSSGRAGGVSAEAKKRSRKKKPSAQDASVMKSSQQPGEVASDAGVAATVEA
ARLNPASQAHDIAFQECSPAAPRAKSRATKSVDKPEPSVSSERLTGTPEAIARVFTDEHSLQGMPATQLVQASGSHAPCP
RQTHQYYPGDLMSKGHGDRRDHTSATDQSWAGGTFRGFQNHVEPVSPVKATSAQESFVRGQQTEGQSYAWGWTGASVGGT
SCHQTNFHGAAQPAMVQAFGSTAVSQVLPSTVPGSRDGRGHFENNGLQTRPAMGVPLPNSESVYHHGGVAVTHLPASGEA
LLQQQQQHAVYAGSTVPKTQNVFQEDARQYSTGMSISGPAFSHGLRAVQSMPTVNYNKVPEAGRLGAPAPANHPEGAAAG
MICVSAPSHVGMDAQHFPPGVVSAGGFYQAGYKSSQRFFVDGAGEPMRTRPPASRLSRVVHHCVVFLSCACFLSLRMEDF
LSIAHGNPLDGPMAETPRWHPAEWEAVLGNMESAVLKIDFSQSLGNWASIREQSTFNVTMADSTVVCTHPQRRDDDLFME



FPQSTQNAKSNGLTPKRADAEPKRLVSAFPEMRDYLRTARLRWIVDRCFQFKDGDASEWTYEICVGKKVTQFAGNQKAGK
TIGKTLFEWGTYKIGHDQLWANGTLTQIYGNGTGGRQTEVFFECLDQYPTVTAIEEVRESELRMWVGASMFCDFRPTNPT
PPLLEALLRPLEGWCANFTTTGFWSYEYCHPDSLVQFHKDSSGDVRDPMFLLGTLHTSTPSSTFMWKTHASADFPMLRGK
GAGVNTNSRPKFRFLPVQLVDFPSELNRGREEKPQQVLAMELTKGTLCDSADVQRSTRVLFECPDDFATLATHQVMKVME
TSPCHHELLIHTPLVCPHPRLLPPRPKEPQQVNCVPVESHHLNGSHFGMRQYKRSRSSRKSPAFRVGRLVRHRWSKYTAV
VLSWDRSCEAPPDWTAKVYEHYPESSSHKPHYLLLVDQAAVREPQLPLFAYVPEVALEPAPAGQGLFRHPLTSYFFHHFS
THSGHFVPLMNTTIPQMFPEDFSEASQAIKIGISELNDKLASSLGVSHADISDRPQVIGFTP                  
>Tgon_XP_002371124                                                              
MANPRPQGEATLPFSPYFGAFAETTPQDATEDLLVELRTLLGHARVATCMDTVVKTQCTYSLDSPLSPCGLFVNLSTFLA
ASIDALPLDCLLAKETSGPAPARAPDAKQICPRQRLYLHVYSKVDDEQAAKIHRQLHEAKGRGTPSDEKSQSLPPEDGTD
ISAEVGGEVQPHKLAINVEGGFQIEENSGDACPEALSNTFVYSLALLPPLLTLPRTSYRSTYLSSAVDCQDSAKMQEAWE
RSVLKQVKFVKINDALPEVLRAACQALIEHRGLGGAAASTGIGAWEEELKPSRYAENLEQVPNPPLVGPTDWRCADCGAT
ANLWLNLSDGYIGCGRKLYGVGGGCADGREGAAIRHFEETGSKYPLIVKLGTITPYSADVYCYAPDEDCSVLDPKLPDHL
AHFGINVQQLTKTEKSTNELALDWNVRHEWSRAMEADRELLPLNGAGCVGLRNLGNTCYVNAVLQVVTSLPLIREKYVSL
LPALLASSSPSAVHSSDFLLRQSSLAAALQSPRYRLQHARRRLAILKKVAGAAPNAETVQTLEKKLAESKAGAGLAYLET
DSVTPQLYRQMVGTLHAEFASSHQQDAEEFFSFLLQWLEERDREAETRVKQAREKLVSAQQGEATAQAIIAASEFSEREG
ACAEEALRKAKIEKLFTFAVEQRIECAETKQVRYSYTRQQVLSLPVPLDPAVQQRYEREQREREEVDRRSKKRQKKDAPE
DDKDLEDRSSPDSTTTVSSENGEHPRNETQTRENLVGTSPGGEEASCLPPPEELPSFTFSECLESFLSSTLLKDFYSSAT
GKKGEASKQLRLASFPPYLIVQLKRFFADQHWQAKKLYCPVLVPEELSIAESRGSGLREGEVVMPEETSASLHPSSAAAV
TAFDEELLATLQSMGFSENACKRACLAVQSSSPDACVDWLMSHMDDAEVNNPLPSDSPSSCVNEEAVAMISSMGFTAEQA
RAGLLAVGAGGDVCSRAADWLLNHMEDLDAAVNAVLANAEKPREEEMEDVSTLSPLERVTRDLDDEPTGLYKLHGFITHM
GVNANSGHYVCHVKRDGKLVLFNDEKVAEAVEPPIDLGYIYVFRRADVPE                              
>Tgon_XP_002370494                                                              
MSRHRRAVSLSPLKEPSSASSTPETNLRRFLKAREFEASAKILSTLSPSVRIRLFLDLLRHLHSLSSAAAVPFRSTAPAA
SHSKAACSSSRSSCSPLSSSNPDCLLSLATENFLLSAEALSSLVKGPREAAEKRGEAEGGRREAEEETESDGECERREFL
SLKEGEDEGVEGSIVDAGFRCQSSLLAFCLLAPEIVQNVFDVSHFPLLFPENQGEEERTRSLFLFYAFLLSSRSRKNRES
SQEHLSRPQRSSAFPSSSSFSSSSSSSSFSSSSFSSSSSCSSRFCASPCAVGEEVPEKRRDWSARFFSLLLREASDEERT
DRKVDVFALRNLGPSATRTALCLLWREALVGVPTSLVDEDAAETDEKTREADTSREQKGEETGRREESEEEALRRGGEEE
RTVAPTDSGDGNAKSDKEKPGMRAEEPEEKEKKRLREEARAAHALLVDVLPVWADDESMAPEMLSLLADVSKRFLAFSQS
LASSLASVPSSSSSPPPSPPSPSACASLRSIRQGDASPDDGDALTRAFLSRVTFRKGLCAPGLLLPLVTLQADSDKTLSS
SFASLLSSLRASPAETVEFWTVVWIFAIRCLSHVFPSPPLVLSFCRASSLASAPALPVFFQCGVAALVRILSLILAATLP
SSPSSSSSSSLSPSSSSSSSPSAFELCLRVACSPIEEAVSLATAKPGRTRVETTTKKSEADKSICSPVSSPHSDVEEAYV
GLQLSTPAEQTHKALSLSPQIADESGLSAPISTSSPTASPARSACLPPFSKRAPVSVARHFFTGCLSASLLRLVLEEDPS
LFTSSCTRRGIQSVAALLLSATKAIQDAAAGYTTLSRFAGGDGQGGRREERRTGGEEKKGEKETSGRTAADQEAAARNDW
GRDSLCSCEEAGVEAEKRDGLSLSQEALNFAQATEAFGVQLMKKLKEKAARPRDRQRRTSSGSPPQSPAVEGGSLVLSAS
PCRKLRQSSSPSSPASSPRASSSRSSRSPSPRSRSSFCMSRMPEEATHLGCSAVVASQRTERDGQNRKAGAGGREDQGGG
GGEGREEEEGSRTPADLKSGGASSPCEAETGRGDRVSRKKEDFSGSQSVAGSRTDEAARARAETETRLRGSGEGRRSVVQ
DRRREERASAPASEAKGSEAETEREAPGRTRPQDGGHAGKKTCEALLHEGTEGGTAVKGANAAREERGWETGDRGRTKST
SESGEERSEDEIETQERHEEAMNLGDRGERLTNQRRRAKHESKVEKRRNVSKKEGRDNHTEGGERMSRSGRERHTVCMNQ
RSEKSGTPFKFFGEETTEQRSSQISCPQMQTPAVATSPLSAVSAPLSAVSAPLSAVSAPLSSPLPEPETGVDTGFDAARR
LLFLQQRQEERRSRAAALVAERRASAAVETPAFPRLAALRRKRAGVSLGEETGPAARAVASLLLRRHSQQVSPGAQAAKT
SSFRPASRNGERSTLFLSAASPPELSPSEALQRARREHGETRPGEVDLGAGVVPARTGSAEGSCRRWRGRREPPGETSDD
SEATTSAGRGGEEVTEEAEMEMRQRMRRQRQRRLLRLMLRMELRDREREDAWAKIKRVVRSEAGAEEIRKLQQRIRSESS
DSASPLSDASSEARESVETPEERNRLHNAHKRTLSSSDKRASAPGTNPFVSATTRRPGSCLSLTSPSALSPAVPPASLHQ
RSASGDLSTSSRHPFNSVRFPASPSEEEKGASGESRLAQRSRGPLFSSNPSSRVVVRSSSRPSRSSLSSFPQSPSPFPSP
AISSSLPHSSSPFPSSSFPHSSSFPHSSSFPHSSSFPHSSSPPLRSASVALSVPFSGPGPSVDSENGASRPLSSAPASAS
AFADSLGCYNGTSQSRHQPGSSSTEAPISSGGMPLPCSLSSPLTHPPASLSFHPSLSPPPSVLPPPSVSPPPSVSPHPSF
APHLSFAPHPPFALRPSLQYGSEQRFAPSPSLLPPSCLVSSLSIASPTNVAAPFFQHSGSSSSSLPALAHSSAGAQFFSS
FPCFLPSVPPCAGSQEIPSAPALCWSPGVEASDPRFSAGLPAAPPLFSPDASLSPSFSAARRTLDLPVPFTLQDSVSFDL
YAPRRGRSARLHAAPRKPVGLRNLGNTCYLNSFLQALFLSDAFVANVFRFSGRAPSPTSRLSCSSSPPQDIPNPALLREL
QILFAQMLLLSCSDACSSSSSPCADASSDSSGAPSASLSPAAVLRVLPAEYRAQEQQDVSEAAREIFQSLGGQEDALIRS
VFAGQTAQVVECCFCQTQSRREEVIHDLGFPVPSQAWVEEKQRETARARRRLSKVGLNGVSTGFEAGVSQAVSSVPGGNS
GARGYGFAGEDRRGAADVWEGPSLQEFFDALVKKERLCGENAYACEVCKTKRDAVKWQEIVSPPAHLIVVLNRYSWSVFS
NEKKKNVTHVHVDGTLTIGVFTYELYAAVIHAGASANSGHYYCLGRRSEFPRNGAGDNKGESRRSAWFKFDDSRVTPVDE
ETVNEISADDRSDDSPYMLFYRCVQAPRTSTCLVPKRILKSAERRLQEED                              
>Tgon_XP_002370215                                                              
MMTSPSTASPPPTRDSMADSPASSESPAGPQKRASLQEGSSLAEAAGAAKKRTPAPSPSAAAVSAPQTKQLRRTCPYLGT
IKRHLLDFDFEKVCCICLSNQHVYACLVCARYFQGRGKNTYAYMHALQEQHYVYLNLKDCRVYCLPENYEVKDASLDDII
YNLHPTYTKEDVAQLSTRIIYGKALDGADYIPGCVGLNNLKRTDFCNAMIQSLCTVVPLRNWLLLLDLSHVQNYDPVLQT
LGELMRKIFNARNFKGIVSPHEFLQAVGVASKKKFRIGEQADPLQFFCWLMTRVHQSAKHKKLNSNVVNDCFQGEVEVRT
TTAEGEATGQPPSVSRVPFLFLTLDLPQAPIFKDSLDRNMIPHIPIFDLLQKFNGEQIQEATPGTLKRYSLWRLPKYLVL
HVKRFSKNNFYVEKNPTIVTFPVKHLDLREYVHEDAPADLNPVAKYDLVANICHQGKPHDGQYKVHVLHAPTNEWFEIED



LRVTQVLPQFVALSESYVQVYQRQDVAPDGSIDRCVVEAALQELQKREAKSAAVDDDDDIFAADSENEDEEEGPDAEGPK
QEVETKLELGD                                                                     
>Tgon_XP_002369990                                                              
MASAAVSSCRETGASARGESKAKESGVSTLYSRAGCDFAMHATYMEPVSPFAASSETQRVRQRPEGESKPSSPTRVERGD
GGVSREGEEETRQETQTEEEKEQRGVAKDEGRREHEEEDAQMTPPDTPCVLSAIQGLLQTSQGERMSSFFVEDVQAFPDL
SLKLTGGDLPSFAQRGLVNTHNNCYMNAVVQALLPVLLPLWPQLLSPLYWARKIGQGSDSQPQSAASLSLWGSLAEAVRV
FLEFKKSSSVARPGDVARIFQHVVSGQSGGVMAEAGLVWGQQADASEFLLFLINGLHDECKWMRGHGDGFADSSGAQNGD
GGFVEIGKKNKKIKPRVIGSDEDSLVYRLFGGSLRECSVDPRTGSKLSERKEFFLFVSCSVLPHLRTLEAVLDAHFADQE
VELAEAGPKASGADEKTLRANRRGTGGTGEGRKRGAEAERRPRCRLQTRIESPPPILVIVLQRFSYDREKQRARKVSHPV
TLSERLVLRPSWCVNSSREGLQKPEGVSAADSKNTKSSTRGCTFPLEAETAKRERHEQTCHLGVEERTYELSGVISHKGV
LMNRGHYTAASRLPVSLAATAGKRQGGACREHNRKDILSNVKGGDWVTAAKGGLRGEALKREAQTDVERPRGGEEQSESE
TEKERRAVAQEKPEEEETVWILSDDMSCSVRSFDAVQNMEGHYVLIFVNRRWQVSSDPRRAFERARMFQTQHKMTTKTGD
ED                                                                              
>Tgon_XP_002368368                                                              
MSRRERKGANELNKSDPNCVPPSLLDSQLALLAANSFDVPLTLKKSTASLSASRSSSPRSVVSANCSSPRTSDFPDRDPL
ASSVDLPRASPASPASPASPASPASVSPRSLGSRSPVSSSFAGNLREREGVCLRGALHLSPSCGAALGSLSPPPLLRTSR
SACLSPSVSTDPPRASPLGVSFLSSTMEEDDAALFKVEKGSSRLAAKAPEAGATAGELGVCTPVPGVTPEPSGGVSPPVP
KAFGLASSTPRRLNDGSLLEAPLSNELEMVIPRFRARFLEGLEEGDAPVDSLTLYSDWKELPALRFRLMVHPLTRSHSRL
AQLSPPSPLLPEARALSPQQQEFLQSRTAAAFVEIGPKPDWPADWSFQAGVRFHIYVVNLSEPERSIWKEETFQFSCEEV
DRGWHSIVSYWTLYEERFFASQSGDLVLRAAVFPAGTAVMSRGLRTPCPPSPPSGKGYVGLRNHGATCYMNALLQSLYYI
GKFRQAVYALTFDTKAISGPRSVQVLESSRFKSGGSGRDSDNASAYCSPAPHPLAALLVNSDDEEEDFSDWNEQDMRDLL
LEEEQEQRRPPSISLALQNLFFRLYTSEEPVACRDLIRSFGWDAADAFTQQDTHELLKLLLDKVEEQMQGTPAEGSVKKM
FEGEMETYIECIEVDYKSVRKETYEDLNLDVKGCSTIQESLRRLVQPEILEGENSYDAEAFGKQRARKGVRFLRFPPVCI
FLLKRFDFDYEKMDTVKVFSSFEFQSELDLNEFCPGAGVYELHAVSVHQGDVNSGHYYCFLRPPPRTQWVRFDDDKVYPV
SEYAAIGDNFGGDEEDPCNYLAGEFRFFRLQSSRAPRSRQKVYNAYILVYVKKRLANQLLADCNPMKVNPQVVIRCRTEE
LLMKLRNRIRRVLEQRIKVKVYHPLQFVNRRFLDLPLATMRPLLELKSSRSVGILPIHEQITARLFSKLYGEEGTGGEGG
ACSQRAGKASPPIAFLLYAMDFLADDARFSPLSLADNPCLGEIFRAKMVGNSGRAGGVLGARVYPGGASDLNYPYNRFDA
CLYFLAVPETNAVIREAVDHDEFCRRHQLLFLKYFDVFSANTVLVEASEPVAPQDPKGQRNRQEDDAPVCAALAKKVGED
PSDVPEALRDNNIICLDVVLVPNGWKLVCLQPHLYRLLLRCMEDGLTRPFALESLRRYVSSLGSLPPLFAASSSGGSRLF
FPGAGEKRPLVDVATSQSCSLAACAAAYGAGLSATLCGPVFLSTQGNFPALSSSREQTPELPREPALVLALEIEFQDLKN
PTSLTLSSKKTFSQEKATAVVDEKSRASVSPEEGTGVALWPSSSSPASSSPPSATGAAAQALSTAARAALGDADPLGEKA
EEKETLAAKADETASCSTADVSTTVASPMNSGALPPSRAAGLKPDAEAKAGDSLSGQARGSPDGENSKESSPVSLDLPSH
APGGSDGALLPYLSAARGGRIPSDPPEMPVLPSPDFHHYSLNKANRFVFQFRLYDPLELLNRPMNCCGMLLEDYPRPSVG
SSACLASRDLSLSHCSSNETLSSFTLSSTWSATSALTSDPCLPVSATKGGNAPSVSASLVLPTASPSPVTPLAAAGPFGA
PAGAATAVGGSGLQRAVSGAGADLECADGDATADSEEDEDPWIHVPKGQPVVAKMLEVDVRVACNQVLRYVSWYMGVDPS
RLLLFPEPPLLSDASFAPVTIDSLVCAVSEGGVSRRDGSGGSSPQASLRRLSVNEVFSRLEKKALLGAGSRLGRRRPRPA
GSFAFAGPAGSRHRIFHLAVLPRHYSLCSRVVDPATLTPVQLERAKELVFPVSLGTAAGGASAAALPPEAPLQDPLLHFV
VLVFSRRVESLGCVEGLIPARCPFSSRPLTVKDLIHAILARMSPALRAQLVDERRRSASQEGRSISAETSGEHAAEKTAS
ADGARVSDAALAGSLRLLESSVASLHDLEKTQQIHSLALYAGQSGRRLDGPSTQNLFAVPLRLELDWTPEEKESIENGEL
KVLQVVHQTPSDREYFGYPFEILVRPSDTLNEIKHKVKEKLLLPKPLWSNWTFFQYADCNRSWKGPNDRLDWQRYDSITL
IAEHPAPYSKMRLPTAMKIA                                                            
>Tgon_XP_002368291                                                              
MLPELNCALLDDSGTRETQHGGDGDHGGVTQELFVDSENHDFAFSRTEGGETVQERWCRLLTPFPPFLISLWARQLQLQQ
AALDKGLLPLPLHNPSSFCFLAASLQALASLSPLLDLLHGLTYLRLLRKHLGAANSSPYLDSISVRACQNKQCDFGVSSL
HDEDVQEREAADFHPTPRSRFASDLSPSGQTLRRKLVDSPRELPHILLTCFLNLNRGLYVPSLSGLRAATDVGPCKEPQS
DDKDLNSLTDREQNAVKTPVDRSVLASIQSDDNETPADNYGGCGFETVEWILDSGRSAGAVSSLFDLLQTLECALGSTAS
LSAKTLDTAEACPDSLDEISRHEAKRNFREGRAECRRCDDTHNILTRVSEASRLSSATLERERRQILKTHQSKTTVTQHG
MAAAVYREICRAAHTRFPGDVRHFGGASGSDMFMQEQDAHEFLQALLEELDEDCHCAGQLCSQLSDILEDAIANISTEDL
HKTGRQTHSHTTSLRTNGRPQNTNPNRRFYTGTKDGTTACQNVLGENQKKHQTHDVRPGVDNEMVVGSTSGPSISSQQQK
EILPNDRHRKATALRFARPQMRGVFSGEIAEFTRCLVCGYCAPERLVPFFCLQLSLGSAHECKFLSSPPSLQDLLRSTLG
PQRVDGVECLLCSAVATLEKLQWRLRRDPFLGAARRHFNAYSRPEKAEPADFDTSRDGREGDKPLANSSGVQVQQLTPTR
SKHTLGGVYEPIACGAAESVATASVDSLVSSDLDKRFPPELGVPGLFSPMWTLPATLLQGYVHRWAVVGQLKKFFALREG
LIVRENLGPERGALTALQVPSQPQSSDESGISKDHGTNAKDEDGMLDAIKLYAGGFWNAVRRPKEKVQRVEQLPQVLIIQ
LSSLHITPYGQIYKQLGRCSFPLVFDASSLFGTASDHAKRRHGYLHCGSYSYPQTPHSKPGTLSPKSKERGMANIATTDE
PRTRPVAKWQSGSVGSETNECLHKEKVNTWSKGPLYELRAVISHLGCSASTGHFVCYRRWDARTFGPGHGVRSLLEGFCA
NSGVRTPGASAENEGIQLQTDLGYHRNPALCKLKEEKDIRPTASGHSLSSHLSTPSAGRPNSESAPLVLKSGPDLVAESI
SRCIDETVRFHSACVAGREGDDLQSEEMTKSKDTGQYDKPDSHYQRDALDARNAWTKARLDTWFRRSTLLGETTKPSFRP
CHFLHVKITASPVVPLIYASSVG                                                         
>Tgon_XP_002366347                                                              
MVAVAVSGREAREPPPELASRVCAAPSARKGTRTAQTTSDAVVVALAERKINFVPSAANLVAGGALRQAVPRPPTLPVSQ
WLFPREALPPPFWTQARQAGAGLRNPSSLCFMNSVLQALAYTPGFAEHLIEGRHSRVCPVAQARRAAARLRRLDDAQSET
KQTQARAAFEQESRNAREEDARGPTTHSSQGRQREQSSGASDSDKARVSFAFCVLCKLEEQIRLLHRHGGGRVENRFSAC



VKQFVWKSFRPQRQEDAHEFLRFLLDALIRVREAGSAPLSSPAKKEAPPELWMTSLCGQLFGGWLQSSIRCSRCPYTSVR
FDPCLDVPLDLGRNRDNAGPRSKKAQKRVQKLGAHRRHATAGEGVCTLEKALYRFVQKEHLDGDNCYNCPQCKQKQPATK
QLQIHTPPQILVLPIKRFTICGAPGFPFGLLDKSCLGKNNTSLVYPSLLNLTPFMTPPPEPPLHEASAASLFSLSSSVSA
SASSSVSSSVSSASVSLSALVSPRTCSTRASSTSSASLEASPGSSGSPTPSSPSAPSLYQLYAVITHYGSSLSFGHYKCF
AKMPTPPSVSAETGGASGDAAVASSPWLMLDDESVQMVSESFVLQRLQKEAYLLFYSRAPSPGDLTRSSTPSEAPPTDAE
ATEETEETEETDETEETDETEETDETEETDERSVASDETLSSEISEETWSGASPPSSSAGDSDLEEAWLKEAADESARQQ
HELASFVLTRERQAARCLSRRLRTHIRAATSSVLRAAPEGLVKGTPLLTEMRRLEAVLETGEEDEEDEEEEDEEEEDEEE
EEEDSEKEKDEEEAEYGAGLGGPTRRRKRERNAASRGRDEEDAKLREETPTKSGGANGTKRKETRKTQESNFKNFHIVTP
EDMANRIAAASSYTSQYGVHAPGLWGDDSDGDGSPADAPRRDAVFERLQELQQPKSAKRERHDREYDRGKVKKVKRKGPQ
PTVGASVSHASADSSLVVRQRAAFDKVLTEKKNKGHRRQRLGRASGAQASKRKDSESLVHLPVVQLRGLDVLGRLQREPP
AGAAALPALEAAGPWLAKAAKPEGEAPVEPKPVPGAVEAPKPEKEETADEGNAPPAGNAEGAAAAPDAPAGVKENGEDAK
EDDEDANEDDEEGNEDDEEGNEDDEDAKEDDEDANEDDEEENEEEKKPEPVEFCAAKAAKPPPVGAVTVENAAKPPPRKT
KSRKR                                                                           
>Tgon_XP_002366031                                                              
MFSTTTRDRARPFHKPSRLSTLLPSRSSSASPPRGSLSKFPPSRAIVGLRNFGNTCYCNAPLQVLFSCQQFCHHFLSLVH
ARKQAHPSSPYRGRLLEAWVALLHHIYTPALSSGDGFGDRSQETGDTFADSSSDAGDRLGERLQSSRARQASRKETIRHD
NSSLHSRPQGLSLSTGSRDCTDGRQCPGRLLGGDGPVSAPVEAGASQSCLKLLELMRRQHAQFAEFQQCDAHEFLRTFLD
GLSAECNEAGWEQSAGVPGRAAGRGCPRLEPHAGGETLEDVRGEDPARTSERFWAANLARERSVVTDLFAGQLATIIECD
RCRQRRHRFDSFLDLSLEFPANDLRGVAPSDAPPPGAGGVLLQDMLQHAFGGETSDRQAVDCPFCGVRCTAHIRRCLWRL
PPEYLVLHIKRFSWDPRLEDMRRIDTRLKVTQDLDMSPYCRFSEHASVKNAVFRLEGVVSQLGTAYSGHYTALAMTGGGR
WTYFSDDYVSACEFSPDPRGVYLLVFRRASNLLSGTRHAERQKDQEFHAAATNAYLR                       
>Tgon_XP_002365442                                                              
MDWQSAIMKKPCVTQEAARLIWGKFSEPMLIQSEDESWYVVDREFLDNLQLLASYGTSEDPESPGLSSQDLPLRIRNRPL
LSAASRDRPRATKSTRLDDSVAFAQGELFEVVNEEFWRLLMQHFEADIEVPRRVYRDGQRLKVETQPLLLGVYTPENPDS
SDSAAFVLAGNLLFSHGDTVEEARTKVLALVNNATWTVLVGFPEEKGATHLRRLCTDSPTASLSEADVDGDVAFFVCPSA
IAEARLALSKPCVHLPGETPRLNGHLDNGDSACVSDRPEKRRPLPLPWEPYARLSAGERSPESPQFALADKEGEGEKHSG
VRRFFPGPEGLPSSSFREVRGPENIDEMFASGGICGLSNLGNTCFLNSAVQCLSKVLPLSYYFLSGKFVADINEENVMGT
QGRLARAYHATLRDMWFGGESSLAPRDLKAAVGRVREEFLGYNQQDSQELIAFLLDGLHEDLNRIKKKPYYESKIEGGPE
KPDAQVAELSWQRHKEINDSVIVDLFQGQYRSRLECPACRKVSVTFDPFMYLSLPVPPEWRHQVVFTLGVDPGRPEAFCF
QRAFPGNLDYNTAKQVCVDTVARLVSDAAMQTLSVEEKEVLRRNVLSNVQLKELSQLSADNVLMVAKNREDLAGVYFSDV
NAKIFTAEDTVRFRFDRKPSHIFAWLMPSRIVQELEAGSGKDSARDGPEAAVDEYSSEPTAKGECARGSAGHTSDSAETK
TPPMTAAGDGDTSEDRWKTDSHTSGDSEKPSPEAACHRIKKRRSNSACLGARGLAETDTTFALVLPVFRTPSGDVRPIQR
CMPVLLPVPTGTTCEELHKQVEAIYHDSSEEEKSSSRPEETQPREEEGSPQGQSLINHAVGFIRSFSGQSDLAETRQVKL
LVPSGFCAQEAQKSVLSQGVNLLANGIGGKASNQPRPLPVDNQLVSANVKPKTGDFVILLYADMGSFADSEKVGPAEGIR
MMGAVEVQPSTDISDCLRLFSEQERLDVENMWYCSSCKEHVQAYKKLDLWKMPKILILHLKRFHNIGRFTRSKIGTKVTF
PYKAGDYLDMTPYILPESLEMMHAKDQGLAPLYELVAVNVHSGELGGGHYFAYAKLRGRW                    
>Tgon_XP_002364847                                                              
MDELGDSVLQQDAAAPASSTFARCDQTATGREPSLSASVLQGSPQRTGVDISRRWASESPLASSSAATLSLCPVDQIRKT
SKRTGSSRGDDRVERSVQESAWTPCSEKSEASGAAHAGSRSRHSPICSVVFTSPPAAVAPPSKASAASAVSGLCLQPEGS
TPERLRVAQGAAPKVSPLEDGIPVATVKLAGLETCRTDHPHSPAAPQLAPQHQAPSEELNVSARLHTETRIQANDISVSH
ASASGSLPPLPSVAFFLHRAASTCALASHASSSDDGSAARPSVQGICGPEKPNARQTGSSEHELSPSISSTLSVSNSGAL
SPRRSRGCTAFGQTGTFISPPTACSSRLSPRGGRQERQLAGTKGELTEMEAAFGAETKTERERVSARGTERELEFGDKPM
EMTQESWRVESGDVEERDSGVESDLSGDARQKGEKTAAVATEVHPMQTDAAPRLGGGTRQLHQEGQHVMSSGECLAGLLW
PRDQLSLSVTASRTARVSSTHQKESLGEAREEKPSGPDTLQPTSKEGFSQTAQDSEQLSPVHVAPSSLSEQCCLGDLLFM
YNLRHSFAVPRESQQDAHPMSVFGLGEFKTGVWGKGGQGGPGGGAGGASGPGASGIGKKKNENAYSLQRELQQQQMAVRW
LLSVTGNGSSETSATGALPRRSRLARMSPVSKAFGAVSAKHEPAGQAASALFSGSSSSASAVTSAPGLPGDQRGPEACES
TMKRERAACEDSGGVPSVSSHGRTGWEQKSEQAAILGATGLRKCRYVGLENLGATCYLNVYLQTLFMNVHFRDFLLSLPT
LRELEEMERQRPAEASRLSLAPSTPETHSQVLARQPREGRTRQYSRGAEDKKSQAEESDETGSRDAETADGEFPESPEPR
CKIEERETHMKQDAEERGRPQVKEESPKESTGARTEKTALVPKENPPEAERLDVAPPSATSSVPEPFTPVFSASSPACLT
HGGGRAEAVDQENQADSRARWCNWREKVKGQDVCTVLCSQRYSLISSLQTIFAKLQEGIQAAVRPSVVADLLAEDLSYQE
DANELQHRLFELLESELGGRESPLDFLRVLFGGRSRQTVKCSHCMYSGNKEEYFFQLNCCHKKSHQSGKHEPGDRNSRNS
PEETEASRSPSLPLSSSPFSPEGDLASQEADDSRAVTSPKQVAASTSSRCGPCPLSSLPASQGESLSSSQEDSTCAPASG
PVDSDVAAVSTSRPEQSESKRHGRRGKRGPQRGAAASAHTGAGGQQGGTQGTAGGRRREGRDSCERKGEASSTSARGPGR
KGVSAGQGRRPVDENKGGWKLEEDMARQYQRTENLRGDSEYFCPQCGEKREAKKRSQLSLLPPYLQLVVLRYSIDVKKQT
GEWVRRKIHEALEIPLVMDVRGCCTDDCQIGHLDGTLSSLRDASHAAHQYHLFGILEHQGASATSGHYVAITRDLRERAA
GRSECADAASVDDSKKTFLASSLSDGDASASLSQTTEAASPLLPQDDGDRVQGCVSVGDWREAAPLGEGTLPRQLAPSGL
EFLGSPRVCPGRGGEGGAQKVKACALPAEGERRSDEDRRRSNADRICYAGGPEGKDACGKEAEGPSFSVDSPQQAPGKLV
PAKGFEGDEGRDVTIASSTVERDLSSQSVSPPRRGTSASRRKGSLREGYGSPPFLEPTKGFPGVATAAVLLGDADATTSP
ITRDRDAFVFRDPSPFASPRPRWSAPLNGPNETAPEPNSVTVVVDVDASSPSLTVSAGSSSCSSGLASFPHRSLTPRLCS
FPHPSTSVEKTVDKDYLRSGFAAATDACSAETSSAPGPGALPNFPTHASPSSSILSCGLNSSPADSSTSPSLKPYDGAGE
TTNEDACVEVCEEPFLTHTPQAEKSRGRSQAEALDASTLSPTTVTQKDLFSLEFKSPRSRHAALGRLSTWVAAPEPNAVE
ARESGRGDRKRVEALEAQKGSCGPKKKGNASLTQRTLDQYVGRTRAQVRGRDTGCTARKGGSSPCVSTASPPRLASSPPG



GAATCWSRESPDKKRRKREAERGREEQTKRKADQLQRCTGRDCTQAVGDRQSRSGGKKEKQGGENSVSLVVVETPEEEDD
DTDVEEEFVILASPFQHEASRQSAHETRHENGSSQVAEADEFYQGKEPQMKTALNKLTTRSLAVDDDLEEIPEVILGAGL
PAEKKQPFGVQPEPSDNADKGRSTSDVVETKAAPQTAATRWSWVRFDDSEEGEWRRATPEAERVGATSRAPVGRSFSAGP
LRIYSRTVYMVTYIRADLTAEETDMPLPRELQDFIDEEVSARTGREGEAGQRAALDENERAKERLTKNERICEEQETLSM
RQQTLLAYVQQRQAALQQLLRHALPSALKELEQQRLERVQKEALHGEVVRARLPSPVCERNLVNIQQRLSLLPQLRQLSF
IPRSWWQQFVRGIDYPTMSTSLPPSLLPRRDSNNRNGICMVPLTKAENGDGNRPARKRKKNNAEQRGAAGSSREKSEDEL
RERGRLGAPGEEHATAGESELEGSANAGAKKEAKEEDLRGLSICEVLEGETREGRQQSRSAMKSEEAAISGHRQQWLQTS
GGGRDAYSRAANAQEEVKAYRQLEQSYADGGTTSEETREGRDGDATSPACRSENDKEKGVIDYSSILCPHYRNALAASIS
CSPAAAGTVVSPQDALVTSSLSMPALPLNASSFHEAHRPWIFNSISEPDEEKLLAEPSYPIEKLLRVTDFCGERGVDPLS
IWTGEAKAIPTALFSDLLAASALRPSIPDPSLLPNLCSVCSAALSGLVDFYSEQHRSIEAILEALKRQKTIPTVCEETPV
SPELVESSSACAIPSSTANLSSPPKEVTVSSTANGEADRAEGVHLQFVHAGGDGDTAPARSESSQETEKNQEETIHAEVL
PSIVVPLPSPDDVHLRSSSQEPSASSVAPGDQQQGGEKEETQGGRQISCVASPCGVGALSPIVCAGVDEVPDSSKVAPVQ
DAEGNRQVSVSSSQSRVEGSGPDSGDNQRLETEEPLSPRILNEHETPATDLLGCCIPSASLSSSPRAAVPALNPWVLEHT
ATLPEFIYVSRRPLQRAFSLHSCFLTLCTLPTASSPASIPFSALLPSSSSPQSRELKVLRAKMKREGKDSREKYLSWLTL
SDVRREVTLGRKLPQGDSDPSRGVKPPKKDARKDGDWERAEEGIEEGEASDGDGTNDGRRRRRKKVEDEEQGEEQVCGDE
DVEDVNMDDEGEESASLGSLLHAEDEGNATKKTRVTRARKAVSSPPGANRKAVAHTLHRATSRPRSDHKQEENEDLEEEE
GNTEEGQGNSQDAHTGRDNVFDFASDLLCCHQKLRIQGAVGKSNKLQRFLVNKVPTAAILNFLYFEREKAVLYRELGIAN
PVTFDCSTFVSQYAQECSICLTEQQAEQQRRQVWRDKRNEESKALGQIIGKRWRLRKETGPASRLATPLPKKGRFFFVST
EWRHQWLSYVASGCETEGVTSKPPPLLNSSLLCDCPTRGLKVDPTDTLLSPTFLADPPESETDTYILVHEDDVDLLERFG
LTGFKTAENLSMCVEVKHIPGEIASSLLPPSSSPSSRLAASPCFAGPVPAFFFPSLAPCSACVRTHRIEQGFYDFPPVDL
SFHLRQNRWNGDAPEVKSEPETVREAGPGRGRGNTGNGGRRQASSRVLGQKKITVRVSGETEIASLLAHVVASMTEAEET
KETTVYLEGPPRHVFYFSPKSSCLSVSIPDAGPTASPPNRSVYPSTSPTTTDTLPRTAPSLICNAAAAHSPPAAPRRYSG
HREEGKDTQLLGDLCDGRAVTRPLCLSPSGARQKERHENREACDVLCLERTERATTENEAEPRGERESQSQAEISTRPLV
SFVDEEVGKAVKADASGTRVRLPEETYTGSEHSGITLRAVSLPHSCCLSLEVEMKTHLRDLLLYVNEAWQVSYEFQESRQ
LDEVRREKAVRKEAEAATEDEAALVSVALQEGGFLEAEEGTRRRQADREATERVLEIQDSEKEDDGGSAGEASQVEECVE
VQDASTSAEKLARKPLSPLPGDSLVRNKRERSEEPEPVDVLTDGEEQEELAQSDQKKSRFATTHPTSQGLCSLLRGDGKC
DNGTENRRKTAGRNMPARRSDNLTQERELRRPQDTRAGRNQRGNRQHASLLEDPGPKTGVPGQPDTTGCFIHQQLHSSTG
NMRQDRTPTETIVLLDDDEDDRAAPSR                                                     
>Tgon_XP_002364674                                                              
MAGGTEESMCACERAPPGLLNLGKTCSFNVLLQALASTRTFSNLYGGVWREQQRSRSPSTSELHDLVRKQQALLLLPGEA
GERGRPRSRFAVFRASPGVDASGPERGREVWCTDAAAVGRAAAAAVSAARMPLNFCMAEILGRMQAGGDTLHARALTQDN
ACPRTASQSPTASMQAAEERGEEGGSVGGKPGEGEEGAPAEDPEEEQKQRMRRQLRLKRQLQTKRWWIKQEQNVLSPFDF
VSHMRMLNADFEQDVELDVEEVWRFLIQQIFTELQREQHSFDVSAFCSLPRGGSSPMQRDEANNGQEFLKGEALAVSTGG
ASSGVSSSDCPGFSGEDAFLGGLSRPGCSPEKKEREASRRRLGNSLDSPSSGRNTCTNALKTHLTPGVGESTGSPSAVRR
AQGCPWSPTSGQRGGRERAGHCSAPGGSPASYGQASRSVSSPQRGLANPSHSLGSLRSSVLSHSIRGGGASEPGPRPATG
AVAVAAGAFSSCPRMRTHCVRGLSPRSVPRKSELGREETEGEGGRADRRKLPESLLVSASFHFLDPEIERRCRELGAENA
VTCSPIRKRDATENSKGRVTELRSSPVRLAMNHEASVDKAPGPSPRRGDSELPARAGDAGLPLGLQSPAGAPVSPVVKAR
LRLPTPGVKLEAPHCKSSVSESADVKSVEFSPEAGIKQSQLGYMSGEMETLSLKIEAKEAVKREALEASLAALAQRQSAT
LLLRQLQQALVGRLVQVPVPCSCCCRCDVDATVSASSSSRREASRACRRGRGNPGSRAGRESAALRGREKTAGRNEVEGL
LPGAKRSAVDSNACQGGQVSVQSRAELEKRGEAPASRVACRTSPPGPREGAVSPASVRCSRLFSEKALSPRNSEKFPPAA
SPRFMDSGRSAEDGFEARLPVVLPPDAAPFPSSPLYPTLASHPACSPGSLALSSVYSAGPGEPGVPICCLPGGALSSLLS
VESFCGVLPVRLPERSRWVSSRTRSNAVSWSESRRALSLAGDANSSGSRAQRLTSPQPITLEECLSLALTHSCGGAAPSG
GAAGRVRARRRGEATARSGRPACSVGAPRRRVAKSQRRGEKAETSRAWRGSGCDAAVSPGVEGGKQKCGVCGKWQGRREG
NSERNASGEEDIERDGVQTVETGAASRTRTQDTTVMHSVEEKVETRNNADEAEAALCIDTCDALSCYHRLRCHRCNQVHT
QTFLERLPDILLFQLPRSSVTPPGSFGSGALKAAAAAAAGGGFKIKAHVEFPQRLESVIGPHCVASPAFEAACSELVGAT
KRGSSFESEDEGGRYQGRKRRKLSSQSVSQSRETHRAGRDAERATQRRARNSLCSRERSGGGGVSAAGQNARFLQTLRDD
AAVYTLRAVIEHQGRSGVGGHYVCYRRGAPCDLVETETRETGQGESSEEGVSPCSSSPHKGEFMFSAAEDKARGEGRGTV
ENSHTHLERAEEETWWEVNDAEVTQTSWNHVRLSQAYILVYERCGRATCPRSSRQNGVVSDRRSPGPGCSAASLRTLDDH
GTPPPSARSASGGGLSSSEKDAGEPPQVSTHPRRGSRRLDGRTSRACSEAGESGAGPPDGKEDTKGRGRAQASRRKKAAT
ATFTEEQLKKLPQNGVKPATVNKARCPLGVSENKSFLRLRRKQQESTGTTKCEGAGQLANTARSREGCGSKGVFFETDDG
GETTRRIHERRRRNRVL                                                               
>Tgon_XP_002364353                                                              
MDSIRISVKWNKQEFENVEVDLSEPLALLNAQLMTLTGVPADRQKLMANRKLVKTVDDLRAAAKGGKNLRVTMLGTAEGA
ELQQPLERTVFVEDLTPAERAKLLREKNIEPLPPGITNLGNTCYLASVLQMLRPCRELTAAVKNDMKNSTGESAAAYTAL
SGAVGAAYRLALALKDFHSHWDSTAGAAQPVLLVHALREAFPQFARKAAAGPGGLGGGFMQQDAEECLSCLVNVLGESLP
ISQNRKAFEALPVRYEQATNFVDALFAFDMQVKTCRTRGEEALADGAAEVKREKNTKFTCFLGTMQNPVNTLDEGVKFSL
AEERIDLTAAGNAGSNAPLDAEKEMLLRSMQFASLPFYLLVQFMRFEWKRAGGQAEKAKVCRSVKFGPTLDLYLHCTDEL
KESLRIGRAVVALRREREAGGHSSDSKTEETNSKTEPTCADAAMTEKNEDSNVSSTGSTRVYRTGFFQLLGIVTHQGRHA
DSGHYVGWTKKDQREPRVIEKEKKEKEREEELQREENPSGMAVKKKKASPVDMWVKFDDDKVSETPWDQIDLAGGRSDYH
IAYLLLFREILVDATEEEVKTVEKNHAEQLAQTDAAKKSNGEEKNTQ                                 
>Tgon_XP_002364175                                                              
MGEVSDDFIVLGPAEDSGDFRPWKTSLESRDSTSSSSSASSASSASSASSFSSSASPPFSSSSSMGREATVLARIWRRRR



QTSPCLLQPGEESGSPRKGERGGTQGEAGRGDRQDERTEETTDEQWEMKGSEHRLLLLRGKLKGPSLDGLAPSRELHLKD
FWTDEQCSHFLAFLPPNSVMLCNQDFKLQLLCASAAATNKVLALTRPPPSRPSSSLCADTEDVCSAVELLPDRESETAEE
RRERLCEEPKRGREGEEGENGAVGERRKKLQQLSPLFDQDAEDRQAFPKVKQSRPSSTTSPVLASTSSSSTSSSSSSSLQ
SVSATSCCRVSSSTPSSRCASMLAERDSSSGAAWNTQEEPRALHAGSSPQGGRRDRRTEVRPDRQEGERDSAVVVVDSGD
ESVPRPCNGDEMVLPSSRCSSPLSSVSPSSSSSSSSSSFSSSSSSSSSSSSSSSSLSSSFSGASPSSVSSLLAASASGVQ
RRLSASSSSPTRRPLSPSVSQRCSSSFLRSRRVLSPHFSLDGGSRSRGGLKNLGNTCYMNAVIRLLVAAHDHTLSLFFFA
KFFGRPRSAEDPAASPPACASSEDLTLASKFFSRGPSLFPRRPLFNAYLTVAFRLLLGDSGAAVNPGYLKKCVDASLPLF
VGNQQQDAHEFLCMLLEALDTEIGSYLSEKREELFRIFGKDREPLSLSSLPSTSALSRSALPSKKVDGRAQGEEIDKAVC
LETDRSRRDQTQAPEEAEAEKENEGNGNAPARERGDGCGGYAAPRMQATEQFPSQHPGAESREPAQDRASREPSSLFTER
ARDEDGTRRDERPREEGMPSPVAHLMRETLPKTPFAEYFEMTLKQIIRCTSCMHRRVRFETPRCLSLDITPPPSRSCFEG
VERPGEPGSSGASPGNSFSSSSFSSSFLARLSASPPSPSASFDPSTASRASGLSSVGRLLMLPHPSLGDLLRAFFSSATV
EYRCEEPGCGGQAVEKIYRVVAPPRLLLLHLKRFMTRSQLREYTGRLRGELRARETDHGCRLEAEEGTRREEDQTRRTAA
FDRQDWRLAKVELKVHVPLRLTLRNFLADARTRVRKARAANERDAAKQSRDPEEADRDTRETTEKQTASARLPQEREEER
GEEREEENERGERREETVRQRKGDGGEAKAGAKKRKHNWEGKTESSDRTIYRLKAFITHRGNSPDIGHYVCYSRDWSAGE
KGCWTCWNDSESTKVRLCEKASTFD                                                       
>Pfal_Q8I1U8_Q8I1U8                                                             
MADIKSIISLISTIVKDEPTKEEVIYLGECSITGHKDFFEDGIFIDLLSFESFSLKFLKCNYNRLSKLSSEGKNHRFYLN
IKKKKNLLENIEKKVITNLNINAEGGFNENKVYEYEWEYSVYDIETGLYIKLEDLDESVQKICKGIINHKNEVKKDNINK
WVNDIKESKYAKDLVQLEGIKIKNENIHCAVCKSTKNIWLNLSDGYIGCGRKIFNYGGGCLNNEEGAALKHFYESGKKYP
LVVKIGTITKDGEADVFSYADDENDSVIDPYIGVHLKNLGINIMNLEKTEITTLEKEIEENQNINFSSILDNNIQTICQQ
GKIGFVNLGNTCYMNSALQVLLSIKDISYRYLNNISDFLLSLDYKKKTHDDLFLQYSKLCYMIFEEDYITKKKQYVKKFK
TQCKDRNVEINYDSDIDDENSVSINPSMFRNCINQKSNSFCNNNQQDIYEYLSYLINELIDNENNIFDRILKVNNNKRKL
NEINNETNEKLNPNELLNSTSPSNNDSNVTKERSLFNYFTFEIEQRIESESNNQSISSFQNNILSLDIPLDSSLLNGDEE
KLKNVNISLLDCLNNYIKKDNIDEYYCQKEKKKIHAQKYMKFKTFPPYLFIHLKRFYADENWSAKKINIEVKTDEQLNLE
FMRVQPNSTDVLNGQKEQETSPGDSMLQKESKLLEDHKDVLDSLLDFGFEKDKAIEAIKKVKIKNVNNCISYIYGEDTVE
LDDDVNCEKEEVNSNNLDSIINLGVKKEVAMAALILNKNNLQKAIDYIFSNLDDLTDSKCNLIINSNKCNDGLANYELVA
SIVHIGNNANSGHYICYIKDESKWYICNDNKIGLCEGNLGKDSAYIHLYKRLS                           
>Pfal_Q8I6Z8_Q8I6Z8                                                             
MERKSKKNSKSEKTESASKKKKKKDDDMSEPEEDEQKINEVEDGSLLLKSDKTENNVNNNNNNNNNNDNTNYDNQKNNLL
YKKRNRVCPYLRTINRNLLDFDFEKLCSISLSNLHVYACLVCGLYFQGIGKGTHAYTHSLEKNHYVFINLETCKTCCIPE
GYEIVDASLNDIKYFLKPTYNKEQVEHLCYNSVLGKSLDGGDFLPGLVGLNNLKNTDYCNVIIQLICSIIPLRNTLLLYE
CKENIAKNIIVVLSDLIKKIYNPRNFKGVVSPHEFLQAVGIESNKNFKIGTKKYPLDFFLWLLNKIYRHSNKMLKKRKLS
TLKKKTGYMKRKLEDNEPVSKEEKKNLHDKEKIYDEMNKSDNTSNKKKEKDKWAYSNINIVDYCFDGELLIKTIKEEGNE
ESQENMELKFNESDNDSKDYLKNINEEEVEEEEKNKQKNDYQNIYNNTFLNLVKKNKNDLIVKIPFRTLSLKLPNAPVFK
STTESNIIPQVSIFELLSKFDGETETFLQEHFKIPNTLIISKLPKYLIFTIERFSKNNFFIEKNGTIVNFVIKNLDMKDY
VHEDFLSLNPVTKYNLIANIFHTGTVNQGSYKIHVLNQPTNEWYEIEDLHVISILPQLVLLPESCIQLYQRQDVKLNGDI
>Pfal_Q8I1Z5_Q8I1Z5                                                             
MNITENNLLELLSLKNYDYYLKYYNYEHVERKHISFNNSGNICYCNASLQLILSIKPLCIYLLKKLKKISFNTKSKYKGD
ILKTVCDLIEEVYGKTNSDSNNNNNNSNSNNKNKSYIICTNKHINLLKKIKKYNNNIIINAQNDAHEFLLMLLNFINVEC
NRYLKIPENFDIKLNDKDNKQNAGDKYWIKYLFKDNSIVTDLLGFQNISSITCINCGHTRYSFEFCIDLGLEFHEENMKS
TNLIDLLKNNIIQEEHFCYLDCENCKLKKTSRVKKGIYRLPNLYMIIYIKRFKWIYDQRTNYYNNKIKKIDTTVLLPLDG
IIDFTSFSHMSTHKSLINSKYIIESIICHTGNCYNGHYTCIVKYSDGFYKCNDEKIRKINNPYSSENINDIYLLLLRRLP
>Pfal_Q8I3U1_Q8I3U1                                                             
MDTLSNTNTPNKNVLLDKIQILNLFKIFDNLPFEPKSDNEIWYIVNKEFIDNLRYYECGKSDTYSNIINNKIFLEDCSNV
NIKSRIVKEYENSNGVDFLLYPEKAIEILEKHFIFDIKIPRAVYAYKTNRKEKIIYKVDIQPLKIIVYSKNPNEHSNPSK
MKIVILRNDTLESVLKEIVGNIDRSTFKKNLFYADELDNKREKTWKCLYICNSIEYDLTKKVCDYSIDETCCLLITSERP
DIKCIMNKSNYNASYGKKEGHNRRMEIESSLKNNNNEDEEGNENYYFDDDNNNMSEMEKRRISYIFDKGGDRGLINLGNT
CFLNSSLQCLSKILKFSNYFLNGSFWNHINYSNPVGQHGRLAKAYYETLTEMWKINKRDCPYAPKVLKEAISEKRDEFYG
YQQHDSQELLAFLLDGLHEDLNLIRKKPYYEEKLQGGVDKLDVDVAEASWNRHKEINNSIIVDLFQGQYRSRLQCPKCKK
VSITFDPFMYLSIPLPPKKNHRVWFHVILSRDIPIAIRFSCTFNGSQEVLKLKIFFLNIIKNMKNKKRNILLHSKSIIKN
NKYPHEGANAFNFHSKFLDDNKNDLYEENEYNNNNNISDDVTNYIKALKNKSKITNTLKEQDIQIIYESICSMCNISSIE
ELEINNLCFLYTKLKNLACNNFFQVLNNSDFVTEPHTRNGKGISHIFVYILPKIFGHLIDKNIDLKVDECLEVLTNSTVT
TNNTSLKDEEDINIRTETNDKKTVKNKHSTNKIVKKRKGLLSNPLRKGTLGTDHQKYYQEDNVEENIENVNEINIKEEDN
KIINNNNDHIKKNSNEYISYNDLLNDQAFINHNYHYLNDKYFSVLIVPLCKDEQLLYKMKNNDLPLLYNIPFNYTLEELY
NKVKYSYNKNNHIKTSTMKIYNYSKMEQNDMSNSLYHKNKNVESPKKDNTLNGTGPNMDIYQNDDNDNNNMNVNGCKNVE
PCYNLDDKINSNSKNMNSNDINMNNNDINMNSHNINMNNNDINMNSHNINMNSHDINMNSNDINMNSHNINMNSNDINMN
SHNINNNNNNNNNNNVNDVNVNSYNDFLDKFSLYLPCYNLKEEWNPKDNLGLELKRDGTYLSDYIKNSEEKRLIIIYLNT
VGMEEELSLDIKTLTFVDLEEKYGIDTCLKLFSEEEHLDENNTWYCSNCKLHVQAYKKLDLFRMPIILILHLKRFNNTNR
WLRTKIDSYVYYPHKDKEYLNMAPYILQDGLKHMTKLNPKYAPLYELIGVNCHTGSLCGGHYFAYVKLNDQWYNFNDSCV
STIDEAEVNTKNAYLLFYQLISHKNEKFSGYAQTRNLAEQQAILMANASYYN                            
>Pfal_Q8I3A3_Q8I3A3                                                             
MIKDKKFIIENINNKVISKDNMTKKGKKICELKEFQNINEFNNSVLISNNKYILSDLKKNDNIIQNNKNVPSSNSAVNFV



KDIGQHDFININQDYTNSNDNNNNNNEEYTNNYYPKNIVKNNMLASQETNTKHTRCNIKHIDDIELNDKIKNSTTIIENN
NNNNNIVNINNINNVDNINNVNNINNVNDLNNLNNINNLNKKDYNHINENFQENINSNSNLKKKKGTYIKNCHAENYNRP
LNDNSNNISKDDIKEKKNNNINSTVNYDNTNTEENITSDHCNIKDDTRLEKDMEEYIKKKNIYMSNSNKIINELYNNLIY
DEYSENILSKKGVKEKDHIEYYEEQNIHMKANEESTNISIDIPPCCQIIYDNVDDATNEQYDNSQKDTYNWYMQKTNNNK
LLYHINKNLIFLKRIQQYFYQKYINIKFSNDTNDYYYIIHLEWFNKLKKFINNESNDFPGSISNWELYEYTHDEIFKNYN
ISESNYVFSDDKNMNDNIYLKKQCLKKNLKEGKDYICTNKYMWRFLQFLYNGGPCIKRISNNIYNTFIPISSNDIMNNNI
MYLLESRYIKNLFSLFNYIDHTKFIYNEPKGNEHTLYKNEYYNDNDKYTHDYILEETNEKKMCAHNYHELLQFYNLKEQE
KNIILYIEYDDKHINKEILDEIKKIKNKNSNNKQNILISNDENFSSDSSNMYNIINAKHNDKLNTQKLFLLENDKICANS
HISSNMNQTEYISLDNFDADYLLNNPHNLSRGFPNSYKLDINTDNNENVDNNGNVDSNENVDSNENVDSNENVDNNENVD
SNENVDNNENMDRNDNMYNNENVDNSKMFINCNKSQRSNIKKSNSTNSTRRNYNRNNNNNNNKNNNNNNNNNNNNNNNNN
NNSRNNNNNNNNNNNNNNNNNNNNNNNNNNNHNNNNKDDNTSDNNNNNINKEEDKKNKTTNNKKKENEKDDENKCKGNLN
GSVEIYELKREFEENNNIIYNDSYNNRNINNVIDDLKKNEEDINKINDRNIYLSPNISANEMNINNFNKSYNSSSNKKNS
IPCNSSNGNDIYKSCEEYNNDNEKISSNGYLTTTESQSKGTTDGNTERGSIYEYENDNNNNNKNNNKNESNNNRNEKKIY
YDSIENLDDVVKKRKHIKNAQNNTTNNRVCSSNCGEQQVTEKINNILDNTHLNNIQNKNHNLKNNNSSTIQNGCTIKGNE
QNVKNTNNINEEDNITNLENHKKDQKKKNHIMKKKLDDIDVKQGDLKSNNHENKNDVEDNMEMDETNNNSMDPQQRCNLI
SVFNKQKNHKNNISNNNNKKDDDDDDQSVYSSNITNTNSSSLHNSCSSSSSGGNNSLYNENDISKYNIFNNNDNDNLKNL
LVPNNNSNNNNNNNNIIIINSNNNNNNNNNNNNFKRDNESSLNYHTSIMTKEQPAGIINYSTTCYINVVMQCLSVFFKLI
YTLHNYVTVKYKNVNMSSDENENMNSSFINKNFFTNSIPFNIFGSNNNNNKKKDECLLLTFSFKLFQLSKMHNKGKVLCV
NKLLNLLNDKYSYLFEYNEQQDCHEFLLLVFDFIHNMVKVIDESVDKNNQIDYYLKKEQSIISDLFLGLIEEKITCSQCE
YVNYIYQPVYNLSVNVFKKNPENNINDNLIEYFKKEEVNSTCEKCKCKKMFKYSCVYKQPNILIIHLIRLQEDGSKIDKP
IKFDMADFTIENVLKKKDNQFIEPIKKYNLCGVIVHRGLNSNCGHYICYTKRKHSNGVNVWYKFDDSTVTSVDVEEVESA
KAYCLFYQSQ                                                                      
>Pfal_Q8IBJ1_Q8IBJ1                                                             
MFNNNEEEEDNYRRRRGSVNSSDSDLENGTNEGMNNFNNYSNFNRYHEQNINSCEIDEICVDDSNDDSSSKYNDRDNIDN
NFEINTNIDFDGMYNYKNLRPVNENEIELVVDNFFEKIRNNEEVYSEWKICPNFIFRILFIAKSRANNFIYPVASSFIET
IPKDDWVSDWGFSNVQYYIILINIADYRKSYYKIDHFNFNHLNTDRGWHNFVPFEKLREPGFISENGEIILRAGVFPFGS
ESYKNSRDINYDSKMRTGFVGLKNHGATCYMNALLQLLYHINIFRKAVCMMIFNIENIIGKKTLKFFKNKFHKKKRKYKK
KHHRFSKHILPLNNNPHYHHDNNYDNNNNNNNISNNNNNISNILFQNVRGYESDNCMGLENNQDAQYLKKETKKQNVEMN
DQMDEQKEDDNIHISNKTSNKLNPVSYNTREKIKNIKSDYDVAIHNNNNTNKYSSKDILLSPSSIPIYSNHDNIVEEKQK
EGSLILPNGSCHKLNNVAIKDIPYEGTSNEKNTTNNNNNYNNNNNNRNNNRSNNRSNNRNNNRNNNRSNNRNNNRNNNRN
NNSSKSPLLLRDESFSKEQNNTTNSLIDSDTNNNEKNNKYNHKYNNNNNNNMCDNNNYQYEIKNYKKHTYSNVSSSDPSI
ENTRINDKGNDNANFTCHTNNSNTNEVSKHGKKSKKKSLHDAKKNLKKKKKIIKYANNERKYENNAENIENFESADNAES
MENGISQVSSSDNFSNISNISRKKKKKYSSNSKSNLLINNKKMKNHASLSASKINNHDGEYDMTSGHPIGNMNNTENINN
IDSMNSINKIYELHSDEQLMKDNRDVDGDDYGDGHTNNHVNIHDEENYYDTNINNRYNFNYSDSDLSVISITSSGSSAYV
SCSSSSSSYYYKKKKSNKHGKSKEVDYKNILLEEENEKKNILPTSLALQNLFYKLHTVNEAVSCKELIRSFGWDASDVFT
QQDTHELLKLLLDKVEEQMKGTVVEGSVKKMFEGEVETYIECLDIDYKSIRKETYEDIQLDVQGCNNIYESLDKAIEAEI
LEGDNIYETDGYGKQKAKKGMRFLSFPNICIFLLKRFTFDLQRMETVKLNNRFEFYKELDLSKYCNKSGSQYVLQAVSVH
QGNMNSGHYYSFSYKHNENFWLKCDDDKIFRVSEYSVINDNFGGYDLNLDNDLYDFDISDKIKQRLKNYSAYMLVYVKKS
LIPKLIKECDPAVVNPQVVKRCRLEEIINKKRYKLKDEILEYVKIRVFDKYSYVHKSFHDLPPYGIPSLFNIKFDRSKTV
IEAFYKILKIIKRIYARKSDKHKARMLKRINKNNIHKSITNVKVAHDDDVKKNEPTHDKIKTCEKDISNDASNKKSPTNN
NKNNTSSSISISSNKMDTMRNTRHSCYDINSHEKKEESEENEENADNNKDERIISNVGEKKNRNINYNNNNNNNNNNNMN
VDKIHDRYKETYSKHMKEKSKDEKDIYNNVLIKNESNHDNKEIINCNNHSNIIDNESNHSDYYDSEYYDSDTSSISFSSS
YTSSGDSSSSISSVPSCCTVKSLDKYIKHITKNKLTNIKAEPHVINDNTSPTNNVQPTNNNTLYSYVSCSSNSDGDSSSS
SYDHLKKKKCFYVLLSSNDIHRYYPLDMKMHSNIYLYDLFKKTNKESNDLFPTIDVLYLPYNKRTMISSKNYNNIDNNND
NINNKDNINDNINNNNNNNNNNINNNNNNNNNNYRTKTALFIFKYFDIYAEEKINDSSLICLDFIHCDIHLKPKQLELRL
IQKILKAMEKGYITKYNYDLLKNYINNEYFYSDDPLNFKIFVEYKNKCNLIKNKKIIAHNKISPGDILIFNFLSNMNLEK
KKNFMQRLGMRKEDLYIEDENYPSYNIDANSNTLSKVLYKKFKLIQKIYNSCYIINNKNGIYYKILFDTDKNDNNKKNIH
SNKYIISSNNDNNVYTTNMDKEKNINTHHIKNENDTQTKNLYNQKNKTNHNELLNDNYFERFNDNHKQEEKNKTNMYLNQ
NACTSKNEKDVYIYNDDQDYTRDANYFNFIPSCERVAKMNSGKNQNRNIINTYDKGDRHNKNEIHDQNDVYDNKKNEDSD
SVILCNEDENISSSVSYKLHDRYIMDKSNNNNNNKNKNNIYQHNDIPSNMNFNIFNINKDNLCYEEVMKLYQYLKNYGSQ
LERNNITFTYTLLNENMLQEIKESSFYNQKKKEQILKKNKNIQILNDEGINICRDYQYPFYSPPTSDVCTDEDNNNNNNN
NNNNNNNNDNTCSSSCSNVHFRRKQKRKKQTNLDNPNEIYNNKDNKQINQHRNQKDIIKTQNCISPYNNNYYIKENDNNN
NNNNDNLRISQGSKKKIVDIKKVSSINNISTSNNLNSSNEHNIYNEIMVKCDSDISMCSSANSCLTYTSESTDFYLYPAE
ELVEFEYAQEIFDHKKKKIKKKKLKKTKKKKKNQNIKNQESSILSNSNDEQDDDKKLRHSKILSVHKNSMTNLDDDKRNG
NNNDELINDLFDAEKEKYISKDATSNSFNKNKERDNNVRRLSNVHVENMGDTYDITKGDLKKRTRDIEKGMGTNVNNNVN
NNVNNNVNNNVNNNVDNMSSIYEENTTKAQILIKDEFLYTNKNMTDSKEVPKSQIINENNMNNTVFSKEGLLNNELCKRS
LYVEGINEKDKKNDNNNSNNVVNDKMEEQGTTQLKDNNINGGDDDDDDNDNDNDDNDDNDANNNDNNNDDGIKRTNSRSH
RIIKKCGGVPHKEEPILPFYVICDYVDFIERKYYVNKIRFKLYDPIYQLGKYKNCAGILLKKNIKKNFPNYIDSHFLFLK
RELLKIDLDIDIRCPTKQILKHVCYKLNIDPTHILIYSFPPLTSPVNYSSYNIDSFTYKTDHTDYSNYQKHNNVVQYGQA
PFDALLKQHSMLLEHHPMTENKTFCLSILPFHYKYTSRLYPIERPKYFYYVIHLFNAHVQSVAAFTGHIKIKKEINDDMK
THEKLYEQNEQDLNSDYSSSLSENSSSTIVNNEYITDNYTTVQDLIDKIKLEINPYLKKRGIDIKQKFRLLYSFGPQIRY
LHSDEYLVEIDFVKSNPIKNSYVAPIRMEPDFSDEQKEMIKRNELKVIHVFNQTPSKEIFGYSFDVLVEPNDNMQDIKHK



IKKRTLLPKYIFDKITFFEFENGQRIWRSNDDTINWSNKDYAILIGEHHAPSQSKAQMGMKIA                 
>Pfal_Q8I3J3_Q8I3J3                                                             
MTLVNITVKWKNQVFNNIELDVSEPLILLKTQLWQLTNVPPEKQKLMYKGLLKDDVDLSLLNIKENDKIMLVGSAESLVE
KPKDIIFEEDLTNEEKQKIHTKENIIFEEQGIVNLGNTCYFNAVLQFLTSFDDLGNFLRSYKSKESKLIKTNKDILFDSF
IEFAHSFEKSSEPYVPVTLLKSFRDVYPKFKSVNLRTKQYAQQDAEECMNAILTCLNEQTDNKIIDKLFSFQIISNMKFV
ETVEQHEQKEKKDEKKDEKKDEKKDEKKEEKKEEIKNINITSNNNNIDNNNDNNDNNNNNNNNSVQQNDHNNKDISHNNI
FETTQEFNNKLICYMGTPNTPVNHLHEGIRLSLHEKIRKNRNEDNKECIYEKKSEINSLPPYLIVHFLRFESKKIVESNN
SGVSVVTAKICRKVSFPDTFDMYDFCSEKIKEELKIARDIIMKRKDKETSLSPQKENIQNIEQNNINNQYNQNNSNDNPK
HVQEHTNQINKEELIELPTGEYELISVITHKGRNEESGHYIAWKKMKKFFSSNSNIDQNESSNKKTKNANDSLWLKMDDD
KVSTHKFSSIDFYGGCSDYNIAVLLLYKRKNISCTPDEMNMDIKE                                   
>Pfal_Q8ILU9_Q8ILU9                                                             
MSFVKGAIHVSILNNYMDFYKESTVDKIETSFSIRNNNESNTKNNEKRKSSLCIMNDEEKMKNKISKCIKNNNLYKNKKK
RRKEKNIISNKSRSKKFLKFNIKGKDKKNNINSNIYNNANNNKLKIKNKNNNNNNNNNKINSCCRNVYKGSTNKRNSKLL
LNGEIKHDEIFHTNIDNSFICMNKNDMNLIRKCKENNHPIKQMNTKIKKKKYNKKNVLISKQINKEIQMLKSNNSYIMYH
MNEKRNIEKEKKKKKCKKIVKSILYNRKRSHYYISNFLKTCMKIKNNKIQKKLKKYVYLKDIYSTINMSNKQTCNNLNEQ
NKSQFFFDDLQKVRQVNKCDNKLYKMNFKSLKHQTNGKKNNIKENDNNNNFYNEDNSIAEILSDDYIILNKNKSNKMENK
IYNNVINHRHSSEDIYLNHSKSKENNNNLVNSYVMKENNMEDKELMNDNEKKEGQLILKNVNKKIQLCNESKLDNEKKNK
GDNIKLGNTKNKDNIYKYLNVLSINKLIKGETYLEKRTKKSDNSNEHKNDNIYDDKKIKYKSVENDTSELLDKNIDNSNF
FDEANEKKKKLKKKKMNTCVNKNVMDYVNEDEYYLEERVKKKRKKKKKDNKKYNIKNKNESEEIFEDVSSTNSCIDSNNS
GTFIYDEEICKHVINKGNIISNNNNNNNNNNYIVLTGNEKNMNAEEISEYITKQGLNFKEYLIWKEIKIKESKELIHLNL
DSSFSVSKGAGLYNYGQNICFFNSIIQAIIRIPYICKDLLNKLHSINCEKRKKKTFCFYCLFEQFACNIISKKSVIKNVL
IPYIKKYMCNSYHIGYQEDVHEYLRYFLNSLEKTSFFSSIYIQKMFTGVSKNVTICMNCNNVSLKYEQYYELSLDISSSN
NLEDALKHFLSKEMLAGENGYYCEKCKKKKKATKQCVINKLPRVLTIQIKRFFMNSNFDIVKNHKNISYPLYLDMKYYVN
NYDLFENNFNNNVISLYEKMNKTNCVGSTTNGPNKKNNKIYHQNNSCNIKSNNHFVHTNYNNKGQNILTPEKLTQQNIIP
EHSFSKNKVNYENDFFLNNMNKKRECSNDDIISNINKNENIFFNNKDKEYMINEKYMNTNQCIKLRGGNHNINMHVLKII
ENILIDLKESMCQKQIQNKLTSKVLRNMIREKKKLLIKQLKKIKFSKLYKDISLRISKDIDMLYYYFKVNRENDQFKKII
YKYKIDYYEYYVGSTNINADFINYNHNFDSPAKDHHNNNPHQNNDENNNRHSNVNFKEGNAKNSNKKNNYFSFELTGLIK
HIGSGTDYGHYIALTKSNNNIYLQCDDNHISYINKKDILNCVKNAYVFIYTCINPEFIDFYNKYVDVLEKKNFDINLPVF
EKRVKFKERITMPKEKFINKSLCY                                                        
>Ptet_Q6BFI8_Q6BFI8                                                             
MGVTQSSQNDHLEKYLGQDFPDGEILIGFENPSNICYSNVILQALYYCKDFRNYILQHQNSINQNNLLDLTKLLFQSISN
HKQRTGVISTKKMMNYIKTKNKIFDGKYHQDSHEFYMWFINECDELLKDKQNNWIRQIFQGQQLTQTECLNCHTISQREE
MYCDLSLDLFPNYSLNTCLQQMSKEEQLNGQNQFFCDKCQSKQDASKRLLLNTLPNVLVIHLKRFKYDERCGQMIKVSTK
IPFSQQLRIKAQKQTKTYELTTIIIHLGQGILYGHYICITKIQGKWFKFDDDKISLFVDQDLHYVYGRSYPTQAQTCAYM
LFYNAQ                                                                          
>Ptet_A0DKY3_A0DKY3                                                             
MTSTCEHINEQHITWSVKGQMIYKNQCTRCFVEAKSENGIQVCLKCFNGGCIEIHSPQHSYQHNHYIVLNIRLYEIEQQK
QSVDEITQQVIEDIPQLDFETSVICLKCQKMLNSPQLDGLIQSIKQTNATSFGLIIDEYTIQPCQHTLTIQQRQLVVKNL
QKCRRCRLSTNLWLCLQCGHVGCGRKIFDGSGGNNHAVDHFVELQHHLVVKLGTITSDGQADVFCYKCDDAVVDKLLKEH
LATYGIEIEKQVKTEKTMAELTQDKILVLQLSKLIEEGQVLDPIFGPGFTGIDNIGNTCYMNSVIQVIFSIHEFKQLYSL
EHQFNCTSLPYNCVLCQICKVNHGLNSGEFSIKKESKNVQGTFRNFYQDGIKPYDFKLLVAQGNSNFLFNHQQDAQEYWQ
LLNSFFQKTEKQFKLPQLSSIFSYDQTTILKCENCGGHKVNVVKNQEFKVPVEQPTQDQIDLYRKQEKQKYEERIKTMKP
EDIKPFSLKDIPEYVTTFERCLQLVKEGERVDIVCPSCQSLQSFIKQEYFKTFPKYLFVPVNRFVQENWVPKKLNASIKI
KEIYDFSDFKEPVLQDKDAIKEQTEQEYTEDTLQILMGMGFGENRCKRALIKFKNDIEAAMIFIMKSLDDPTQDQPLKQK
EQINEKFIEQIVIMGFSHDQARFALSKTDNDLKRAMDYIFNHDLEAEMNQTQAKQQQQKQDQFDNQTSKYQLFACIVHLG
KSVQSGHYVSYIKKNGEWILYNDSKVAKIADPALNKGYMYIFKRLD                                  
>Ptet_A0CF81_A0CF81                                                             
MTSICEHIIEQHITWSVQGQMIYKDQCTRCFVEAKSDNGIQVCLKCFNGGCIEMHSPQHSDQHNHYVVLNIRLFEIEQPQ
QKVEEINKLVIADIPQLECETSVTCLKCQKALNSPELDGLVQSIKQANSAFKRQAIAQWEHTAQPCEHTLTMEQIPLVEK
NLQKCRSCHLSSNLWLCLYCGHVGCGRKVYDGSGGNNHAVDHSKEFQHHLVVKLGTITSDGKGDVFCYKCDDEVVDNFLK
EHLATYGIEIEKQVKTEKTIAELTLDANLSLQLSKLIEEGQVLDPIFGPEFTGIDNIGNTCYMNSVVQVLFSIPEFQKLY
SLEHQFNCNRLPYNCILCQISKVNHGLNSGEFSIKKVAKSPLDTEGAQKDFYQDGIRLYDFKQLVAKGNQHFLSNHQQDA
LEYWQLLNQFFQKTEKQFKLEQLSTIFSFDQTTILQCVNCGGHKTNSVKNQEFKVPVEQPTQEQINLYYAQEKQKYEERI
KTMRPEDIKPFELNDLPEYDTTFEKCLQLVKEGERVDMFCPKCQSLQLFVKQEYFKTFPKYLFVPVNRFVQENWVPKKLN
ASIKIQQFYDFAEFKEPVLQDKDALKEQSAQEYTEENLQTLIGMGFGENRCKRALIKYKNDVEAAMMFIMESLDDPTQDQ
PLQQKQQGQQINEEFVEQIVVMGFSPEQAKFALSKTDNNLERAMDYIFNHDLEAEMSQTQEKQQQKQDQFENQTSKYELF
ACIVHLGKSVHCGHYVSYIRKNGEWILFNDSKVAKSAEPALHKGYMYIFRRLD                           
>Ptet_A0D467_A0D467                                                             
MLMMDISKSRFSETFWNFDLSYCLYDQYQQIRDFPNIQKMNDLNISHKIGSGAFSQVYLGTYKSMQVAVKVLEKSVPCYC
ELFNREVEILEQLQHPNLVKYITSYETFEKLYIVMDYVEGSNLTELSKSNLSEQKIRSIIKQLLIVLTYLHNKDITHRDI
KPDNILVGLDGRVRLIDFGLSQQSESKISYDKCGTLLFMAPEMILKMPYLKSVDMWSIGIIQYLLYERKHPFHYENLVES
IQTYNINFSIMDKSAQNFFRKCAAVNPEARMSAEQALMHPWITGEGDLGQPITIHDRMAIFQNKQKLICLINALSFIKYC



TSFVKAIRLIIPLNEEVPQQEITVRQPNQDATNRKSTSRIKQARSTSQLFFETNVASPLKKQSPFRIVQPRQSQTRLQHS
NSMQLAQMAKRGSLNKLPYYSILQGCQPTQFQQFPYRKEKNQYQIALTLIHYTSMVSDQSGLFLNFCQLYHLFSQESNKM
EFSKFALKFTFLELQNFGTYRKQQLIKLPIVRKDKFQLIYLNLNMYRTTNSSYGSGVVTRNKEQMSQKTQDVDPIRIGIE
NIGNTCYINSMLQCLFNTPGISTAMKSYKDNKNSSELFKQFYKIWFSIQAGIEPEHNDIIQFKKLMNQHREFDNFNQQDC
IEFFHVFLDIVNTGFLTQPFFGQLTYQINCQNCNNSSKQTEQFINLSIYIEQACRLSQLLSDYFKPEQLNSQEKCRKCQK
TSPLMRRTNLSAPPLVLVIQLKRYDSRQTRSNNAIEIEQSLILKGFCDQSPSYKLYAVINHQGYSIYSGHYTCLIKAANC
WYYFNDQRVSEYSNKVVDEELQKSQNSYVLFYQRQ                                             
>Ptet_A0D0I9_A0D0I9                                                             
MQEEKFNDIQVSQHTADKLKKQALEYKKLQETFCKRFSSDANTQFYVLSTKWLNQWKQYVSYDEIVANKAPCKYFGRITL
ERINDDLEDNVQKCFKYYPISNHPWNTYMKQDLQENVDYVVIDKEIWEFFTSYYSNTAIIRSSNGSGKDKQVAVNLLRIK
CVLLYPSIIKQISQDRMQRQTFDSEVLQVDRNMKFKDYQNLIQRTVHTFSGNFAKDNNVRIWRYVTDQKDAYKALFNDIN
KQVGELESQDDMCFDFNGELLTHQQYDTIEDIGIIDTNLIVFEFKDDYKPWCIRNQAVQIEGKCENCHVFKVLSFPCICR
KVSYCKEECRQKDYNYHSARCEKHGSDDESVKSLTLSQTSAKGIVGLSNLGNTCFMNSGTQCISNSYPLVEYFLKNLYFD
EINMDNPLGTQGQLVKKVGSLIKKMWCGDRQTITPTNYKKAVGQFQPMFKGFHQHDSSELITFVLDGIHEDLNRVKKKPY
VETKDYDGRSDFVVAKESWLNHLARNQSVIVDLMHGQYKSTLKCPTCQQFSITFDPYLMVQLGIPSQKKRTIQFKFYKDL
FQYQFINLPFDKNKSIPLKDYLKILGEELKVDYQQLFGYIANMYTTFEFLDENKSIVDIRKNAKRSQLCFRLITNQEFQM
NKKFPIQFSNKYFEQQYKKSYFQSGAIIVDGQMTLKQVHQQIFTHLKQFFIENEKVDYEKQVLNQYYSLVYKTNQNYWNP
CAFCNSKNCNDCEVKYEDETVEEVKNRALKIDQQCNFEIIILWKQSPFKSAKLPDIFDHFFKSNKIEIQDNYQKNNMSST
INSNTSQGTATLQDCLQFSQMPEQLNAENTWYCKVCKEHVQAFKSMQIYKAPQILIFTLKRFKASNRLFKQKLETLVDFP
INNLDMTDFIINSKTPLEYENENETNNGENNKQKVIYDLYAVSNHFGGLGGGHYTALAKNKFTNKWYNFDDSMVSEISES
SIVSKSAYVLCYQLRTDDSKNCQEKTMQSIQE                                                
>Ptet_A0C3W5_A0C3W5                                                             
MNIEELKDSIQKLGSQSQEQDKIHYQSCQKELEIVWQQIQHQVGLDLIYQSGKAVIELRSQATGWKQANKILSHIVKVCL
NNKEQLKAWETLKIVMDPDKQIYKCHELHQIDVNQFSHHEFTQYEFCAELQEGQQVDALYEDEKGNVIGWCRATIDKLNE
KFVWVKWHENDDKRKIVRYSMDLAPFKSKVTDEEWQWRHSLQPGDLIDCFENRHWQNATIIAALKDEEVEYIVGFRVYDE
KGNLYDSMGKRYIGWNSQNDERIRAVNPRIQKRNTFSKGQYPNPYCQEDIIMDCNDFLYPDTHYAIPRFTTKQTGRSIVL
TQMINDFGTQGLFHYILEQIQAKCTIDFLHFYMQVLNNIHEMLNKQFVTSYVPTLEIAVQNNILQSPDNNLRNFSAQKIT
DILQSLANLLKRVYTLQRRQEIIDKFDFDIAFKCFTSDFLERKIQGLKAIQELIKRTKDQYNQYGIQEYQKQAAIQTILE
WLNEKKIFESLYVGSGNSHLVQRSGEFFKFLVEEKMIGIQNLKEILSSLDKAEYEHKLAIHKLFKDVSNSLDKEWLDFLT
DEICNKDPKEVSKDDLDLLLDIVKSNHKYKEDYIQKCCNCYWNVLKDGQLNQTLFEQYLAQYIEQVTSFEMRPHKGGQVN
MIGESIVKLQSPLIGLKVLTKLIEKLDITVAVWEQYTRNTALTDLQQNYQIIEDVIFQIKNAKQQNENFEEIKVRMNFIQ
IFYQNITTYDYRLQFKVISTLWELLVCKSDCQQEKELVYKWFNALNNLDGQSQLASMVTSQELKKFFSEKMTADLAHLTE
EGFNCLKTVLLTINKSESFGIDVLWQIILEGENEKVSQMAIEYCHLFESSVDRLFQKIQENRESNQKLLRCLLVLEDFID
QSEVNGVGNLKSLNALSQGEELLIQIQYDNSQQRRFTIQINDNQTIVELRVAISKVIKIQWDALGLNSLKGEIKFTENGK
MIKDLRLKKDEIIIVFKKQIKEVPEAQLLEGDNLSEQAKVVFTEIFSEYSTDGKMTKEDCTRFVTGCTGNPCSIDDANIQ
RTFEQYDKDKDQILTLQDFFEFYTDSARTKKSTVWLNLQTLHYRNDLIRGDRVPLPQINPQQLPRGQIVQNQEYLDLLFE
FLSSSSIDVQEKTWYLLRRLPPSPQLIKQMLTFENITKPTDWDSILVSNHYRLLYSLYIIEFLMNQQDSNNLQALIEDQD
ILNLKDKWMSKFLQYGGFDRLLQFFKEYQDKSVSTLSQIEKEILSFLLNTFQNYVIAACAVQIPNLFKASRGIQIIRPLD
QVLLDIRQSEEPKEFQLLVQKLKESRLGDNIIEKIENFISVLINLIQELLKCNELEQEDRQIIEHSIIIIIVILLHNQEL
LVKSIENIEFINIFFSGIFTGNSDTLRNLFSRAILVLCHESQKKNNQPTRIILQQLIAMENSQGSSAQYYELLSQLIDSA
FESEESQQFIDYQQLSQQVLQNLMNYQSQETRSKNTSTDKILVGLLNLLTKLYRFIKQPIVDIIFNDCLFSMQEEKEIKC
KSADSRKVAFNLLNKLAQQQNMNTIIANLQLLSQKIPNINRWNYIPTSEIRSTLGYCGIKNLRCICYMNAMLQQFYMIKP
FRYGILQANDQKEVDLQISKTGFTYDDNVLHQLQQMFSYLELSDRVDYNPQEFCAAFKDYAGEPVNIFIQQDAQEFLNMI
FDKLENMLKETVYKNIMDGVFGGKTCTQIQCQNCKATKSKDEIFYNLSLPIKNLKNLQECFDKFVQGEIISDFKCESCNQ
KVDVNKCQLLAQLPNILILHLQRIVFNLDTFMNEKINTRLEFPINLDLQQYTINKDQCTSYKLVGVVVHVGTADVGHYFS
YIDIKNQDQWLEFNDHKIKEFKLKQMQQECFGGSGNMDYNENDVWGSGFRENSQSAYMLVYEKVQKDQISLVFNSEQELQ
NNLHQFENYTIDPNQKNCLLVDYNSQKPYIPKEYQSKVNCDNQQFLLERNLFSQDFLKFILDASEFVNEENANKMIDVLI
KFNYDLLSRSYENSLMEQFNTKILQLIQQYPNINYLDLVYFGKLNKVVDLLLVCPEARTRKHFSKLLSTLFNQAIQIQGE
ITEKFNEGLDQLFLMIQDQVPKNWTRYEFYFQFWLDFLQEGKPQQEYLKKKNMFLYMIDFILDRSSPLQLYEKKVQMGNA
YVAMNIQIQVQIVSTLLNLDQQLSLNEKKLLYQPKLYDKILKTKVDDILPLIQKLSYKNKYFSEIISGCIMRGMSNGEVD
EFKNYLQVAQSFLLIDDNLQIERLEWLIGIPSSKQKDSTKIYDNQINEIPSFGLFGLSSLEEDYWTFASPLGWSNCLFDY
FCSHRGIKNYDTQCLLILKCLLQISVQNQTCFNYISNLPCVNYQYKYNEDIFKTFIDIYILDTKRFYSLNNRKQESEETK
LLLEEYLKKLEQTRDPSKPQYDYIIGKSVEVIKKTKLFYLFNPVTKEELTVNEESSNFKQIKQQIDDGSLQKIITLEEKV
FITHVCDNLPTGQTNEALPEQYVKGTQIHHFSVDPNSEAANFIQSKAWNVESNDKAVVSNPRQAETVRQIQLQNNTNRNL
QVILEIKGPQNACHYIPTSKIQSLMNPKIIATMLTTIKMKSQDEFPKLDLFLQYKKQEPKSESYLYISDQNEMNLELL  
>Ptet_A0CBZ1_A0CBZ1                                                             
MDKIIASATSVKEKLKALEQSCKGLNQQEIEGVYKHIHTLGEDSLVLLDQAQKINFGNIFSDLQLFKRVRESIRELDQIC
IYLNYLDDRIQGYRGFLKELGFQSEKLIMEFRQKGNILQKLHLDTQDLNVQRQMIGLIIKLCPKDLSFNPELFQLMQIPF
KCLKQQNRQDIELLDSLASVLLLQCDGKGEADQNQVHDWMCLISGIVQHAYDGNTMGLNILLSKIKLDYLSDLLISNKNY
MLDNYFKNSQDTIKIFQGLTSHCISQEAIFIIKTVSQMFYDIVKDQNDEQYLHILREVYQEFILTKILENLQILNLTHEI
IDLLLFYIIGMSSIDQEPFKRSIKLMVSRLTLNASLKFNTADHITPRFQFLQMINYNYKALNQIEDFHKIYRFFEEKSLE
KNKYTQISKCYPWEFQTVKSQITPKSSLQQRDSKDFVGLENLTNTCFMNSILQSLYMTESFRKFVLQMQIPNSILQLTPQ



TSLWNCLKKLFTQLTYQNYGYCSPYELKRSLRQPYCNTNDQQDVGEFVHHFLEDLFEVTPNEAFKTTIGNQFFGYQRQII
KCYNCVKPQPNYGYKEKFLGIDLHFNKQNNIDIISMIKKAYEEEQIEFTCERCRQKTNKIYKSQQLLQLPSVLFMTLHRF
TYDQNSQTMTKILTKVPFQFQIDFREAFPNNHLNSQDSVYNLYAFIVHLGKNSNSGHYICYARQLNKPDTWIAFDDTMIS
VFQFSSKQLDEELIVEESPYLLFYQNLSGQPLIFNN                                            
>Ptet_A0CG43_A0CG43                                                             
MNVEELKEAIKRIGQCQQEQAEYTNNRSQYELDIVWQQIQHPVGFDLLFQCAKNVIEFRQYTLFWKSANKILMHIVKLCL
NNQDQLKAWETLRLTIDPDKHFYKCHELVQMDEDQFSHQEFSQQEFCANLQEGQDVDALYEDEKGNVIGWCRANIVKINE
KYVWVKWHENDEKRKIARYSMDLAPYKSQVTDEEWQWRHSLNAGDIIDCFDNRVWQNATIVTALNEEDKEYVVGFRVYDE
KGNQYDSQSRRFFGWNQQYDERIKAVSPRIQKRNVFSRGQPSNPHCQEENIHDCNDFLYPNTDYAVPRFQTKQARRSIVI
CEMINEFGRAGLFQHILDQILNKCTIDFLHSYMVVLNNFHEMLHREFVSAYVPQLFEAVQNNILLSADNNLRNFSSQKIT
DILQALNNLLKRVYALQKRQEMIDRLDLDIAYKCFTSDFLERKIQGLKAIQEVIKKSKDQYNQYGMQEWQKQATTQMILE
WLNEKKIFESLYVGSGNSHLVQRSAEFFKFLIEEKMISINNFKDIWNSLDKAEYEHKLAIFKLFKDVSNSLEKEWLDFLT
DAVCTKDPKDVTKDDLELLLDIIKMNFRYKDEYIQKCCNYYWTMLKSGQLNQTMQEQYISYYIDQVTQYEMRPHKGAQIS
MIGESIVNGEQVNVGLRVLIKLIEKLDIQPAAWEQYTRNVALTDLESKFKIVEEIIKSIPELKKQKDYLEEIKVRMQFIQ
FFYQNINTYEYRLTFKIISSIWEQLVCQSSNQQEKDLVYKWFSALSTQDGQSQLTSMVAIQDLKAFFNEKMTNDLIQLTE
EGFNCFKTVMTAINKQDDNSFGLDVLWQMILETENEKVSQSAIDYYLQFESTLDVLFNKLQENRNNDQKLHRCLLVLEGF
IDQSEVNGVGNLKSLNALSQGEELQIQVSYEHGNQKKFTIKINDNQTIIELRLAISKVIKQQWDSIGLNSLKGEIKFTEN
GKMIKDLRLKKGEIIMVFRKQVKEIQEASLLDGDVLSEGAKQVFGEIFSEYSTDGKMSKEDCTRFVTGCTGNPCSIDDAN
IQRTFEQYDKDKDSILTLSDFFDFYTDSARTKKSTVWLNLQTLHYRNDLIRGDRVPLPQVNAQLLPRGQIVQNQRYLDLL
FELLQNSSIEVQEKTWYLLRRLPPSPQLIKQMLTFENIQQPTDWDQILVSSHYRLLYSLYIIEFLMNQHDSNNLQALIDD
QEILVLKDKWMSKFLQLGGFDKLLQFFKQYQGRSVSTLPQIEKEILSFLLKTFQNYVIAACASNVPNLYKASRGIQIIKP
LDQVLLDIRQSEDPEEFKLLVQKLKESRLGDSITEKIEKFIGVLINLIQELLKSNELEQEDRQIIEHSVIVIIVILLHNQ
ELLTSSIENVEFINIFFSGIFTDKSDTVRNLFSRAILVLCHESQKRNNQPTKIILQQLISMQNQQANSSQYYELLSQLID
SAFESEDSQQFIDYQQLAQQVIDGLVNHKSVETRQKSTVVDKVLVGLLNLLTKLYKFIKQPIHEIIFNDCLFSLQEEKEV
KCKSSESRQAAFKLLYQLSYQQNNCENILLNMQQLSQKIPVINRWNYIPSSDMRSSFGYCGIRNLRCICYMNAMLQQFYM
TIPFRYGILQADDGKEPDLQQSKTGFQFDDNVLHQLQQMFSYLELSDRVDYNPQEFCAAFKDYAGEPVNIFIQQDAQEFL
NMIFDKLENLLKNTIYKNILDGVFGGKTCTQIECQNCKAIKNKDEIFYNLSVPIKNLKNLQECFDKFVQGEIISDFKCES
CNQKVEVSKRQLLAQLPNVLILHLQRIVFNLDTFMNEKINSRLEFPINLDLAQYTINQDQCTQYKLVGIVVHLGTADVGH
YFSYIDIKTQNQWLEFNDHKIKEFKLKQMENECFGGQSNLEYNDNDVWGNGFRENSQNAYMLIYEKVEKDKIQLEFNSQE
ELQLSLSKFENYTIQPNNVLLVDYNSFQPHIPSQYHKKVNSDNQQFLLERNLFNQEFMKFILEISNFANSDNATVIIEIL
IRFNYDLLARAYDNSISEQFNTKILQLIQQYPNSNYLDLIYFGKQAKVLDLLLVCPESRTRKYFGKLLATLFNQAIQIQG
EITEKISEGLDQLFLMIQDQVPKNWTRFDQYFQFWLDFIQEGKVQISYCLKKEMILYMIDFILDKSSPLQLYEKKTQMGN
AYFPINCQIPMQIISTLLQQNHKLTLQEKKLLYSPKFYDKALKSTKIEELTPIILKFAYNNRYFSEIISGCIMRGLGNGD
IDEFKNYLQMAKPFLLIKDNLQIERLEWLVGIPSSKQKDSTKVYDSQLTEYPQFGLFGLTSLEEDYWTFASPLGWQNSLF
DNFCSHRTIKNLDNQCLLILKLLLMISLECETCYDYVSKLPCVNYQYKQMEEIFRAFIETYIIDTKRFYSPFPRKQETEE
VKGYLDQYFTKVSQIHNEFQPQFDYIIGKTVEMNKVRKTYFLYNPNTKEETQIDEGSEGFPEIKQQIEEGNLQKVLTMEE
KIYKTNVCDNLPNGTTNESLPQQYVKGTQILTYSVDPNCQAANFLQSNAWSAESDEKATVSNPRIADTVKQIQIQNHTNR
NLHVILEIKGEPNPCHYIPKSKIQSLMSSKSSTTMFTAIKNNCNQEFPPLQLTLVYKKQEPRQDSYLYLSSQEEMNLELL
>Ptet_A0DNN0_A0DNN0                                                             
MGHKHKRKGRRNKHQQPSLPPLDEDFKQILYMEALEGMNKLKNSKDLFLQKLVKNAYLLSKAWFETWKLHVGYDAILKGE
QPGGKKYGRQQIGEINKDLIADEKLFHATPQIYRQLDPPLNDVQPVKDYILITQEVWEFFYGKYKGQAITRIANQQNEFN
LKLISPNIIFMTQEKLNEIQSLNQNQLISSLDLLRMRKAQLFSDWKFTDLEAYCQQIMESNNIQIWLMNPLYENNQIKLQ
LIKTIHQQKNVLLGEQLIDAEYQQFYLSQFLKNHFIMVVFQNAVELSQLDVKFELNQSGCCFNCGSKALLNYSCACKKVF
YCSDTCRYKDQEFHSRQCTKAYDSQDDEDFDAITYDNLSTKYGAGLVRIWVILAFMNSSLQSLFSSTHFQEFLSNKQYWT
QNTLKRNVQLNYKLEKLLRNLLTHNEAFSPYSFRQQLAQKYPFFGKDYQQDAAEFILYLFDALNEELILKDDKQKPEQQQ
LELADVDKAEPEQANSDSDDESSEEKENQESQEQQQQQQMQFHNRVQQNQINNDNYEKAVEMIHKLNNQQIECPICEQKT
QSYEQFSILPLPLNAACQSKRKHLVDVFVISNDWYQPCKKVVYEYQPNTTLLMEVKRDIAERLGIEPTTLLGALCVNSII
DMYLLHDEDNLSKIINDNQNSYFCLFQLDQSIYSITNEEQYFDVMIYSFEKRNAFSYQCENVCVAIPKILVVKKSCTAAQ
IYQQIWNKLGEHSNSNQLKDIQIDEPQQQNLLNSQQLKEALNYQVTIQTRLPSKTPCPFTCGKSFKKEQKPHSCELPFNN
STTLNDYLNKTNYPNAGTSLSIEFVENAIPKSIRIEFEPKNNYFKHDKSLDLLDLIDNFESKEPLVDENAYHCTTCNDLT
FAIKTMSFQKLPDQLIIQLKRFQYDEHKGFQKNNIVVAYPENIIINQIDYDLYGVVQHFGGLDNGHYTAYGKRSNKWIEF
NDKQTKEVQVNDVINDKNAYILFYQKK                                                     
>Ptet_A0DID2_A0DID2                                                             
MSVYLQCFRCTALEKRIYGLQQFCDKINTAQSNEFMSQQQYYINDEWYKNDNVLKYIVDNQVFQELFGEKAHFELMKRSF
PIIQFLYLHQKLSKDEILSILRLGKGKHETWDNMISKLLTDLAEILSLEDVETLIQNIKQSQIDQNGLNFIKSLGRNKYL
RQDLENQNNRMGNNNNNDNFIKQNERSSGKRKYEQFDTDYKEIEQNKNETIEQFDNDRAIQLKSQIVEFLLNIVHEQPST
EIGQSAFQIAINLICHQFKSLRQQYLLHGFSNLIAQEQPLPVCNYITVLQKIISSSYPLAEFNNSRDVLKWIQDKYDIKL
NFLKVMGREKLKLIKRESKDYLQTIEQFVKFYEFLHQDSKITRAQLMILWKLLVENARCIEEKDLFFNWVGDVNKKFLDQ
EAIELLFISTIKSSSLSQQMLQCLTNLILYFNVQYKVMKLQYDQYTIVDADIIGLQVLWKIFKQQVQLGPQLQQFFIKLL
RFKQQQTILNQLKQQYLVQLFNQINNPNSLSLIVKLLEEFEGYQLIEQGEKVFVTIDNKCMDAMPPKRQDIQLLSGLPVL
QAKQIIGQKLNPSLKPDEFDIFCRGTLFDDNKTLKDYKVNQKLTFVISKRENLADEINAYNNTTNQISNEYVPNDSDERV
QEIINIVQIQDRDFIISVLKEKNWQVDNAICDILDRGEQLLQEYQQKNPQVKKQQKAVMKQQTDEISFASLISNNYINQL



FILLNEGNHEQSTKVWSILQMIPRNKEVYELIEQSQTDWCNLLMVDNKYKLQYHLQILKEQLQCDYIEDQDEYEKRKALR
ENFLFQGGLKLLLIQLDNPIEILTIILDIFQIYFLAYSMSRLRMMNQNEFLQLLRLKQAVQQKDEDPKLCSLLSIQLQKQ
EKPNIQGYDEAQLLQQVFFNSELEVEWNVLLESLTQRIGVEQIYTNILCILYMKPELLKLELPINRLVELLNSANEEQRK
LTAYFILTLQDIGKRNGVNLSNDILKALIKGETQYDELYLVIAGLIGQVNDLTFFDTHQLAQQIISLILNRQIMEQRFTE
NEDKLLQGNLLLLTSLLQVDKNIKVDIQFTKFLYKCLFEMNNDYYIYPVYKRKLTRKRVFQLLLELCKDENHLHEMLPLI
QNHHQLKFDVNEVDMDLGVKGSHGFVGLRNLGATCYINSLLQQFYMNIPLRKGILNGQIMITEMKAPLIFDNINAVDSPI
LQRKMADHTLHQLQLVFIQLQESVKQYINPHQLIKTLKGYDGEVINVVIQQDCNEFFNLITDKLEQDQKFTNQSNLIHQI
LGGTLVNEIKSLEPEYDFRRENEEPFLTVSVDIKHKKCLEEALDLFVKGDVLDRENKYFCEEVQRKIDVQKRQYFKKLPN
TFIFHLKRFEFDYNTMLRIKINDYFEFPQKINMFKWTRDHIVENMEVEDQSDSMYILKGVLVHVGSAEGGHYYSYIRDVD
KWYEFNDKVICPFQIENLKTECFGGANNNLSEWGMSNSKNAYILFYEKVKHNIPEQFYLKGSNEEILIQHVISENTEYLK
SQLFCVQDYLKFIQTFASTMQIKTPYQVTHQLSKESNLSELDNLPSLRMIKLLTFFTYEVLLRNKDQQMFQYNMQVLSDL
YKQEPAANFWFLDLLRNHKLLIIDLLIESSYSDVRNAFAQLIIQSITIIVEYEQHYLFEDSCIGRFLQFYIQSLLKVVKS
TLRRGTEYFTVIKNILTNNQLLVKHFYQQEYFKQVYQLLQETVTEAHVYTSFKLQSLQTNNTDQPLMVICDIITKVIISC
RTQSMIELNEDAPTYQFKGQKEIDY                                                       
>Ptet_A0E1X4_A0E1X4                                                             
MAEMQNKDESGDMHESDQYQNDRNKSGITQTRSMILLDENKAKLIEQQPLQSQPQNQTIINRLFFGKTKEYITHPNQRNQ
SEEQEQIFLQIILNVKNKSLYQAWEANNSFSIEGYRNGSEVIELAEKAIWITQIPDSLLFQIQRVGYDPERGLIKLNDEF
RFEKEIYADRFLLENRQKVIETQQQLIELKIKQAELLFQMDKYQNYNGISMLTVLSTATKYVKEAKPDDEIMQQRIEQCR
LSIQLILQKHQFELDEINQKIEDLYAIMKKYKYFLQSILIHEGAAESGHYYTYIYNPSLKHWFKFNDINVTQVSEEKVLR
DAYGDGKSKTNAYCLIYQRADHFEPQSYSDYTNNSVYAQYIQQNLYEEVKNDNKKFSIEQQEHELVELGDLVVEIYNVQF
QQVNEMARKFKYRNGNPLNNFPTYLRTLLDQMNDLVKWSILDYAIREASQGKRNLRDYQEQMIFQQRIKYNFEQLSQFKV
PSKYEVDKQTIKHLQYYYLQYISSLRITAIQQFQHI                                            
>Ptet_A0BG34_A0BG34                                                             
MGFSFDLINLAWENCDSESEMVNTLLIWSGQLQQSQKTGIKQDEDSLIAFYQLESQENNQSTEFQIILPQQRMRVDGIPC
GLKNVGNTCYFNSLMQIYFFNSQFVKNIMAFQPPEKNGDGNFIKSTYLVQKLQNLFARMIGSDKRYADPGEVFMFICDHL
ENPIPIKSQNDVGEFNHYFLSRIQEGLTQKEQQNNQIRDSQIESSSSSILKSRSSIIQHDDIVSQLFFCQVYTQIKFEQQ
GLPQIREKNELFNWIPLNIKDGNLYDSFERFVVNHLDDFKNDQSESVKAVQYHWISSPPQTLSFQLQRVQFLKEEGKSIK
LNDEFTFDEEIYIDRILKQNQKIFLNILDQKKELNSQLMQIKMQQQINEYNDQKVIQNVIASTIQFIVMQNNGNQNHELD
NEKIQQFHEQQMSFKQQQLQQQINEIEMQLQTIQNNYDDLKEYKYVLQSILMHIGSADCGHYYTYIKDFGLNKWFKFNDI
VVQEVTKEKVFQDAFGKNKGENAYILIYTKANNMEQEMQSQMRNYRISSQSQYLQDIYGSFLNKKQREELNKENLQLQKE
IGQHQLSLIEQLMESYQQRFNFINEQYTQISTSWQQVKLQPLIMLNYPIYIKSKMNLINQGDYENILKWVVIEQAFTDVN
PDKQGVQGNNTQITNDLQNLILKKFIELNNPLELLSQKQINEKQQLLQEYRNYIQMASLASILFDKILSKNFISALSILH
QLQLIVKQSNQIGYFHELVLYLQSLIPIIIISKMIPVQEIVNLQELELLQTYFAIQNLKYQIPTPISEIQIQIIMNAIYE
NHKEPQIQKFIDQFSNSNLNPKLVEQIDKISDDVITEQKQLSAHYDIYNWSLHQKSDILFDKLTTNGIDLKANFKKYIKI
YKKAVVKKKTLMKEEIEALLA                                                           
>Ptet_A0BHL8_A0BHL8                                                             
MKTPINQDLLDQYVGMGFSKQLITMAWEESNTEADVINTLLTLSDKNNALSNTPTKQDEDIQLNQALIDSYKTNPQAATT
TFEIVSPEQRKRNNGVPCGLKNVGNTCYFNGLLQTYFFNSDFVKIIIKFQPPAQIDQGKQGKSIQLVLNLQQLFLSMIGS
DKKYVDPSDVVKSICDDFGNVLPIGDQKDVGEFNHYFLSRIGEGLAQNEHQPSKIEDQPHEGSSSILRLKSSTIHDEDVV
SKLFFCKVHHHLQFDQAGVPQSRDSNVLYNFIPINLKDANLYDGLENFVINSVEDFKNDLSEIVCATNYNWIQGAPQTLS
FQIQRVDYCKEKHDLIKQNDEFYFEEEIYLDRFLNENSKRYLEIRTQIKELIDKQKKIKQEQQSFSKFDDKYDLQDILQT
VVKFLEIQNNSNTDNPANFGYSDQKHTIEQLQKYSQHVQKRKEVLQCLYNDLEGKIQESYNNFKKYKYHLQSILIHEGMA
NSGHYYTYIKDFRLNKWFKFNDIHVTEETREKVFQDAIGVKPGINAYLLVYVKSEFVQDELKYPKRLYQTSTEKDYLKDG
YGDFLNPQQRDSIIRENQLFQNEVEDYKQARIIDRIVESYQSRFEFVNEHTRTLTNKYQSIKFKPLFTLNFPIYIKCKAT
QLSNQNTQHDNLIKWIILDSALREVPEHKEGIFGGQLSENFKNKILNKFKAQFNEFKRPSDSLTPSEQNDLNKFEQEYLN
YVNFGAWATLVLDYLSKAEFIKALQVLQCLTKKVKPLEQQNYFFKFTKNLKTLLPIIIIGRMIPKESEVILKELQLLQAY
LVHNHFQYDDPKFWQAEISIMLNAIIENHDEQQGIKEIIVNFEAGNKIKEQMELLEFVSEEIHNQQIIISTSYEVYFWSA
YPKQDIIFDKLIEGMNTLKQLFDPYIKIQLALIKEVNQPLMKEELEKMIK                              
>Ptet_A0CDX6_A0CDX6                                                             
MISYSQQTGLGNLGNTCFMNSAIQILSNTPGFADYILNDIYQFDINLINPLGSSGEIIQSFAALIKELKCRKQPYIIPNS
FKKTFSKFYNIYHGNEQHDSAEFLLQLLDAINEDVNQIKKKPYLVVPSSQGREDLVVAIESWDIHSQRNQSIVTQLFQAQ
FKSKIECPNCKNMSITFDPYMMIQLPLGNKKCEKGIVYYLLDDNYRQQQMTLSVYKNYNFEWIQNEIKIQLRTQDLVFNL
SNQERNFEIQPEDDIQYLKQLLLHSKLLVRRLHFQEIQIPQNYRCYTLVTHTNPEFQILTEIITTIFDFRTKIFEIYDFI
EKNFAQQFQCQFDLFLESNSQDSEQQCYFCHKQYCKFCELKKCQHSIKYYNNCISQPNFQLNIIVKWYGQGIPTMFNTES
QILMLQDKNDQLSINKSLLTIYDCLYFYQQQQQLDENNSWYCNQCNQHVKGIKQLLLYSTPQILIIQLKRFKSSNDMTQK
IKNNIFVKFPHVLNMSKYVTNLKLPNDYLNGNNTNELKYKLFGVINHYGELYEGHYNTFIKNLEDQKWYCYDDSQVTEIH
LQDIITEHAYVLCYERQN                                                              
>Ptet_A0E8X2_A0E8X2                                                             
MDQTLYQNIQKKLENKIDYSNRNDDLKNLLLECNKIQNNILGYKIMTLVFSAIQKSGQRVLLMDQDQIQIIKSCKSLAIL
GYLHDQEQIKMINKDKEFRENIRVQIQDLQQQGNLEKAFLLDEVMKYKSRENIEEYTEISKTIKTMVNLLIDFGNDSFNF
TQIFDVILNALLLTGNNSTIGRDYQLLSILDKLQKLLDDTRSPYLWTIVMESILNASTYMEKPTDLVQPNMITRIILFKI
PYIEDIFKYFGKYLGRCYKFEYKMFESMLNFGITQQTLDLILQFSKQFVKDYQMEILVEMRKNLIPSLIKYMKIINCFEQ



IQNLFTYFLISSLQQVGDPQLDQQHFSEIITNYYNYFDLYNDKQLQRIANFLALLPHNQKKREFKNYDLLESKLKKKYIS
MPSSISNQLQQSEQIQGWFQEDNPQIEDKQPKLIGLRNLLNTCYLNSFIQALFWTLDFRNLILNEFKREEIVFLKPYSLK
TNFLRCFLFLDSMSDEIDYTPLLLKRSLREPYKTDDRQQDAAEFGVHLFEDMEKNFDQEEYKKIKEIFYGMSKSTFQCKN
CDKPTKGPDEEFMYITLNFENNRKEKDEIEKMILRHQMKEQITFNCEQCRKTSQSTRTLEFSKLPKNIIIQINRFEFQNG
ERSKINDQINLKPKIQIKENQKQLTYELYSIIIHFGQIPDAGHYTVYCKVKEEWYRYDDSIVTKIDGRF           
>Ptet_A0BK99_A0BK99                                                             
MGTNKQLNRSFKHTSTIFDQLFQQYSQIGFKKTHILKAWQQCGNNQQTFHEELIKISEQENAQIMNEEDLFNSQMQLKLQ
LQQIEQQDLKIAIQLSLDQNAQYYLFTNIHRSKPIISEDRTNKSTPIGLKNLGNTCYMNAMLQSLFNVLPFRKFILELEL
KDNQSLASNFLLQLQQLFLMLQESNQSYTSPYNLFEALQKFKPSAMFIRGIQNDFNELQNSFLDAIEQALKEEEFEQKKK
QFCEMFYGEAKEILSYKENDKEIIKFNDTTFGSISIEAADKDLEKGFLNTRVLIIDEYETDNKEKTKAKIDQNIVQAPFL
ISFYVNRVYYDPKQKSVCKNNSQFNFNSSLNINQFKTINQGQKNFELQKLDEEEQRILDQLKSLGDSKDEIEENFNRVIK
LFKRNEGQIDNLVTIDGFCICDEKTANPNIIPSDQMLFQLESYKEKMMITVQLLTDQLERIQEQKKKLLKSDQNMYLLTS
VLMHDGSANSGHYYCYILDKKDLTTWWKCNDSTVTKVDFAQVYKDASGSNRVNSNVSGLIYEQEQWLKVDKIQINQKLLS
VLQEDKDKQLIAQDEQKVLNRKPIILQQIQQQKNRLVKYRDQLEREFERFSNFDQFLNSVNQNVYLYYLTLTTVQQDISL
IKDQLNKPQEVNNYIKYFLTQTNLITTNYENDLKKLKDEYLMINSLLQQLPLRNITNTNYPEIIRQYYTILKSTSEIKSC
SALASHLRRMYEVLLLKGCFFVDLSLQTNNIQACTEISQCLLIQINQNQFIDKLIFQQVLTNLKVSSEQAKLITKTTEVA
DQIIKIQSKGEQQIGLKQLEFKSLESEIPQLQRLRNDGLKLWVNQYEKIKSEQKLLDQNDRQNDEVLLYFG         
>Ptet_A0BFP8_A0BFP8                                                             
MIKNKGYWVYGGALALALLGTFKYTMKSKQQKPTGQVEFSLLQSSITLDYNKKPAGIINNGNTCFLNSVLQWPQVHNPIS
LNTYLNQSQQICLELAKIMKYLNSDLEVINASDLIDLLSEDADYSFFYEQQDSHELFNMLMKHIEEANNQVNSFDLTMLR
SKQMKSKNPFLHHTKVQIKCNTCNHSFNSLKVESNYAFHFNLNHARTVPEAIDYIQKPETITEYICLYCSLQFLRKKYTL
TEQQNIIDSYFSANNYDEDSFTILKKIIEQLNTVQGNQVELDPQKACLKRTVTRQTYIAKYPKTFCFFVNRLIVHPYHGL
IKLDDPVYLDSNFPIADKEFTLSALVCHLGDSKSGHYVAFKRTFAQDLESSMSLNKTYKKCEWYAISDVKVAVTKQPQQG
EAYLIFYDTY                                                                      
>Ptet_A0BVW2_A0BVW2                                                             
MSSILFTPEQQGKIQQVSEFSNQTKEKVIQVLIGNNWQVEKAIDFLTNAGGYISDPNPNQNVKPIVNYSQNPGQNNINPL
QSKKSSNPYQGDKQNSKLKIEKSDIQKIEEQLSLIQDQVKDTSEIIQVKNQMLQKSLNKNVDHALRRIYQYPVGLANVGE
KGYFNCIIQILVQNPAFLEKVLAWQTGLKPNNHEDKNISFMQEFQTIVRMLTFTNQRFLNPSKFIQQTTEVIDIITQTKI
SNRNLKPHEFFEIFIITLDVILCNKVYEIKQQKKLLDLILQPQFQIIQQQQQQLQVNEIILNFVREDRYLYISLLKLVCQ
DQFNRFSKLPKTFSFSLQSNQNTNLQASINQSNVDYWLPLTINLEFLTNEKLCKQLGSRLLSVVNAQTIEEINQKQILLN
SLIIVEQSYEQNKIIPINVIDQLRIERKKVQSELQKYFLQNDSQIQTEQNQDYQYYLHAVVIQIGKDDKSHYYAYIYNFM
LNQWYRYNDTDVRVESDEVVRKDAQQNGCFFVYVSQDQKRSITDHQDRQSKISNNLDQEQGIINWNDLELNKLIKPQIPK
EIKKLIYSQNEGFRILDQ                                                              
>Ptet_A0D8H4_A0D8H4                                                             
MDTKKTKKKPELSEQLFVGNYVDVYHQGSKQFKLAYILQKTDKEIEVTYDGLQKKENEIIKLSQNRIQFARRSTQNYTGD
DYRQQKTSRDYLKYSREDCEKYTKELITIMQTNFQGLTPIEIIQCVRVRQFIYLDMVLSSELQAKEIPFALEYIKTYYNF
IKWYFDQFPKYFADYMKYLNNIELYIIDERVAIASCLQEVCETFCMLFGSIWRLLKQENSFFYLNYEILQQQLDKTFTTP
VYQGFVNNPNIEDWRLYQGATDVIKCIKKTWQYYLRTMSYFRSIGGLQSWENLLKPCEGGEYNYIPLKAMTKIVLTQQYM
SQYFPLQEQGNMARKTLEWFQFRVANLTVQDIKDTDIDLIRENALEMQYYFLKGYSQEQLNKLVDEIQLQMALKFLKSNF
LEKRVKGLSEIKDFTEKLKFETSSQIKLKTSINKEELIKWIVYNRILDFTVLGDSVHPELIKRASDVAFFLCKNQAFQPD
YVDKIWLNNYDKHETTQLALYEFFKAISPVLSFQGIEKLYNHILAIPYNKYNENIVSMIRTFTEAALSQKFHEQQLQLKP
DKRFMTFNQLWDLFQDREDSLVSSHIQEQCFQAARMIISQIPQTKQFISQYFGRCFELIGSHKSVYQAISFVHYFLDKQF
KDDKGKKELIQSTDEKYNIIELFVKDIEVYMEKVRQYFKNDVTQDIIINGVQKFSQNVFFRLQMLNYLLQQTELKINYDQ
SVRLWDALAAKTKGGIQKKELNKILINNYYPDVSSLRINQTYFDKDGEQKFFTQILCNSERNDYENYTIEDFELFQVFFK
SFNQTRQLLKYYGNSMRFIVNDHNFEGKNAIWQIFAKVKDLALLELIANFILNLYTQLSQPLDTKCDKIYQELMDKCLEL
IQQQCPSLTTRSINLLLSLFNHFQSGPPSKKSPKPTNYTSFKVQIYNTNNQTSIKEFKEGDTTTVNQWKQKLAEDLKVAY
SQLDITVDNKLIEQQYDFVETYVNQVFYQMATVRVRINNKNHPKNYLSQDQRTFEILFKLLDKQESTEFLSQVWDLINRL
PTNIQIKKQVENCKDWKKYLDHSFFDMFYVLQIIQALLVNGQWCEQFNNFDGVDLVTQKFLGQNLQFQQRPLEIKSCFTY
LEILSHQNIKIREPQIIQQIKQKIIEIIQELSHYVKSKKKLEQGQKKTPQQKEMNEIETRLLRRCFNYLEEPGCKQYIRQ
NHELKQQLYNYFVEHENQELKKEYSNQLLYLKNTQESKLLIKIMLDEVLKDVISNNKQKCEHIFEFFCNLLLQEDDLNIE
KFDFEHLLSYIKQQLQQLPNNEITVKDQDQILIGLLKLLNVIIDKLPQLSLNNQLFEQILSYLFENEGETKCKCKSQQSR
TAGFNCLSTLLKNQQNMNKFLNIVSPLHSTNTWRTKHLNDWNIQSKFHEKSSTGYVGLYNLACICYMNSLLQQLYMVPAF
REKLLKVEDKNTCVQEENLLHQLKCLFLALKNSQKQYHNPKKFCHAFKDLDGNPTNIFEQMDVDEFCNLLMDRIELNVKS
TSDEDLVKRFFGGVMSNEIIGKTCPHYSEREEPFFAISLPVANKKNLEECLQTLVHGDLLEGDNAYNCEQCNKKVSALKR
MCIKKLPDHLILVLKRFNFDFDLMAKAKINDRIEFPFELDMQPYSQQGLRQQENRSNNSNGQDNPQEYYQYRLTGVVIHM
GSADSGHYYSFIQDKNDLNKWYEFNDILVSPADIKDLKNDAFGGADKFLKNKYPPQMKDKSKSAYMLFYERINPINVADQ
SQKIDVEMDQKTMHFLDEIKDENRKFQIQRFIFSPEYFTFMQNLIKFQLQQQQVQDQIVKTLVFFYLTCAVRENDKTFVS
NNIVDMQDLLRKSPKTCQWLLKCFNQPQYIREFQFDCSKKMVRKFVISMIITAIDTIQQHEGYKDLFEMVDDKPKSLVAS
LINAWILMIPELKKSLKNSVEFYDLFYKFAKLHQSNAQYLISKRLVGKLLDLSIEVLFVNPNKNLIPQREVVRRMDDIKV
MKFNDDPSNYLGQQNYQNVDVASSYYDELLEKKFEKSMNSGPSTSRVYLWRVIAYLIKGEYKQLLSPEEQSLLQFDIQFI
SILLEEGDCKLAIRMISDILCTFSTDNQKQSDAVITSIVKQINDKEYKEYRKYLVVLKRVFQIKDQITATRINAGMTKLL
DTMQKQGQYFLETDVCQQYILRMVFKNQAVHQWMVKNQRAWQWILENHNTQPPPNDRLIANNQIPQKCQHRLHNIYLPNT



SQGYAKLLSWKKLQYVNLPKEPFKQNDDFDTDDDLTEKNVKVDDKIDFYDQNQWITATVSKVMGDYIHLTFSGKMAPQNM
DIELDNERLAPFNTLSSNNKIPGYNNQSYEMVIEHQSDHDNDTEEGNNNSNNQTDSDEE                     
>Ptet_A0BF11_A0BF11                                                             
MNIEELKESLQRLVQSQEQVKMDYQSCQNDLEIIWQQIQHQVGLDLIYQSGKAVIELRQYAMGWKQANRILSHIVKVCLS
AKEQIKAWETMRIVMDPDKQIYKCISNKTMRQFSHHEFTQHEFCAELQEGQQVDALYDDEKGNVIGWCRATIDKLNEKFV
WVKWHENDDKRKIVRYSMDLAPFKSKVTDEEWQWRHSLQPGDLIDCLDNRQWQNATIIAALKEEEVEYIVGFRVYDEKGN
LYDQMGKRYFGWNSQYDERIRAVSPRIQKKNTFSKGQYPIPYSQEDIIQDCNDFLYPENHYAIPRFQTKQTRRSIVLTQM
INDFGSQGLFQYILEQIQAKCTIDFLHLYMQVLNNIHEMLHRQFVSNYVPALQVAVQNNILQSTDNNLRNFSAQKITDIL
QSLSNLLKRVYPIQRKSEIIDRFDLDIAYKCFTSDFLERKIQGLKAIQELIKRTKDLFNQYGMQEYQKQAAIQMILEWLN
EKKIFETLYAGSGNSHLVQRSGEFFKFLIEERMIGIQNLKDIWNSLEKAEYEHKLAIYKLFKDASNSLEKEWLDFLTDEI
CNRDPKQVNKDELDLLQDIIKSNHKYKEGYITKCCNYYWNVLKNGQLNQTLFEYYLAQYIEQVTSFEMRPHKGVQIKMIG
ESIVKQESASIGLRVLIKLIEKLDISPATWEQYTRNGALTDLQSQCGIIEQIFTQIREIKKQQISLEEIKVRMQFIQMFY
QNISTYEYRLTFNVISTLWELLVCQSECQSEKDLVYKWFSSLSNQDGQSQLTSMVEISELKTFFIQKMANDLAHLNEEGF
NCLKTVLSTINKFESFGFDVLWQIILEGENEKVSQMAIEYIHSFQMTIEELFNKLQENKIQNQKLLRCLLVLEDFIDQSE
VNGVGNLKSLNALSQGEELSIQIQYENSQQRRFTIKINDNQTIVELRLAISKVIKLQWDAIGLNSLKGEIKFTENGKMIK
DLRLKKDEIIMVFKRQVKDAPETQLLDGENLSEQAKVVFAEIFSEYSTDGKMTKENCARFVTGCTGNPCSIDDANIQRTF
EQYDRDKDQILTLQDFYDFYTDSVRTKRSTVWLNLQTLHYRNDLIRGDRVPLPEINAQQLPRGQIVQNQEYLELLFEFLQ
NSSNEVQEKTWYLLRRLPPSPQLIKQMLTFENITQPTDWDSILVSSHYRLLYSLYIIEFLMNQQDSNHLQALIEDQDILT
LKDKWMSKFLQLGGFDRLLQFFKEYQGKSVSTLSQIEKEILSFLLNTFQNYIIAACAAYIPNLYKASRGIQLIKPLDQVL
LDIRQSEESEEFQLLVQKLKESKLGDDIIEKIENFIPVLIHLIQELLKCNELEQEDRQIIEHSIIIVIVILLNNQKLLAT
SIENIEFINIFFSGIFTGTSDTLRNLFSRAILVLCHESQKKNNQPTRIMLQQLIVMQNSQGNSAQYYELLSQLIDSAFET
EESQQFIDYQQLSQQMFQNLMNYKSQENRQKNTPTDKILVGLLNLLTKLYRFIKQPIDDIIFNNCLFSMSEDKEIKCKSV
ESRQVAFKLLHNLAQKQNIDTIVTNLQQLSQKIPTINRWNYIPSSDMRSHLGYCGIKNLRCICYMNAMLQQFYMIKPFRY
GILQANDHKDVDLQLSKTGFTYDDNVLHQLQQMFSYLEQSDRIDYNPQEFCAAFKDYAGEPVNIFVQQDAQEFLNMIFDK
LENLLKDTVYKNIMDGVFGGKTCTLIQCQNCKVTKSKEEIFYNLSLPIKNLKNLQECFDKFVQGELISDFKCESCNQKVD
VNKCQQLAHLPNILILHLQRIVFNLDTFMNDKINTRLEFPIDLDLQQYTINKDQCTSYKLVGVVVHVGSADVGHYFSYID
IKNQDQWLEFNDHKIKEFKLKQMEQECFGGSSNFDYNDVWGTGFRENSQSAYMLIYEKVQKDQISLVFNNEQELQNHIDL
FDNYIIDQNQKNVLQVDYNSLKPYIPTEYQQKVNCDNQQFLLERNLFNQDFLKFILDVSEFVNESNASKMIDVLIKFNYD
LLSRAYENSLMDQFNAKILQLIQQYPSISYLDLIYFGKLSKVVDLLLVCPEARTRKHISKLLSTLFNQAIQLEGQITQKL
NEGLDQLFLMIQDQVPKNWSRYEFYFQFWLDFLQGGRPQQEYLMKKNMVLYMIDFVLDKSSPLQLYEKKVQMGNAYVAMN
IQIQLQIVTALLKQNQQLSLNEKKLLYSPKFYDKILKTKVEDILPVILRLSYKNRYFSEIISGCIMRGMSNGDVDEFKNY
LSVAKSFLLIEDDLQIERLEWLIGIPSSKQKETTKIYDNQFSDIASFGLYGLSSLEEDYWTFASPLGWSNCLFDYFCSHR
MSKNNDIQCLLILKCCLSISLESPICFNYISNLPCVNYQYKYNEEIFKSFLETFILDTKRFYSQNNRKQESEEVKLLLEE
YQKRLDQIRDPTKPQYDYIIGKSVEVAKVTKLLYLFNPTTKEELTANEASPNFNQIKSQIDDGTLHKIITLEEKVYTTYV
CDNLPTGQTNEALPQQYVKGTQIHHFSVDPNSEAANFIQSKAWSAENEDKAVVSNSRLAETVKQVQLINNTNRNLHVILE
IKGPQTSHYIPTSKIQSLMNPKIITTMFTIIKQKSQDEFPKLELTLQYKKQEPRSESYLYISNINEMNLELL        
>Ptet_A0ECD1_A0ECD1                                                             
MDQIEEERKIIQIEIKYTTEIHKNVPIDLNGTVLKFQETLQELLKVPIEKQKIMIKGSLLKKDQDISKLNLKNGQQIMVM
GAREEHLLNLKQGKKIFEEDLTPEQKAILLKEKAGIVLPIGLVNLGNTCYMNASIQILRRVNELNEYVKSNTKQGQGSSV
KFFNALKDVFQKLELKGEPFKPQNFLAVFFQLYPEFAQRDNQMQLKQQDADECFQNILQTIQPLTAYENEEGKVKNLIQE
LFEIELESTIENQDIPDEPKKVAIEKGRKLMCIIDNQSKPVNTLVEGITVSLEEQMEKISETDQQTHIYKKTQRISKLPS
YLLCQMVRFYWKQGVQGKEGVKAKILRNVAFPKILELYDFCTPELQQVLQAGRDYEKKKLLEMAAKETDELEQFKKDLEA
SGKMVPDDTREIYKQFKAKKLQEEIKNHDDQLYRKHGYGLDTGNYELIGVLTHTGREADSGHYMAWVHHSGDDWIWYDDD
KTAERKIENILDLRGGGDWHMGYYLLYRKLEIE                                               
>Ptet_A0EHS8_A0EHS8                                                             
MQGLTNIGNTCYMNSVLQMLYKLEQLMLDIDEIYTNSKENSFLITYYFMETFYLMNNHEMKPEWLNQFRQVIWQITPLLI
SSQYPQFKLNEQQDAQEFLLALLDMLHEELRNPLSGKIPIFEFQQDGEVVLTSLISYIEFEKSPITKHFGNIIRTQIICQ
SCNYSNNKLEIAFSLLINVESSKNTVLEMLQQSFNKEAVKMKCPKCELERRFDKQTTVLKYSEQLLICLNRYRIPGGLID
RWWNGNEIQKSTKSITLTNKLIMGKCEKILIGIVDHSGSKDKGHYRYFHLSGNDWVCFNDAKINLLCEQSIQKLIHQNET
SYILLYSKLSS                                                                     
>Ptet_A0E2T1_A0E2T1                                                             
MSEEIQAMKQLVSQVDKLKTAKMEQQYEPILQALQRVEQYMEETVTADGRQYLPELINICVNFIINHKGYPDRVIFNIEA
FIKCVLKYISNNLQDEKVSQIFRTIMDPSRMIYEHNAHRTEWHDQFIKYSYSLNPQYKQFIDQLQEGTYVDCLRLCRSTA
RWNWSRGVVEEHSEDDIKVRFLNEQSVKQIYNIRSGHLMPFRTRSQRLDQMFNLQIGQVILATQSDKWVLSTIQQRIEDK
DIEPIVNYNIAFRFYTEDGNSIDDESQKKFIGYNRHYDEQITACHPRLAFCDDHIVRKFNSNEQYIDDSYDILYQQDYQE
EKFYAILRPKQSKSFLLIQFINHFGYFGGFEKILNIQSVDILANYMSAIGNIHAQLFRSFCQEYVPKLQGLRQTLLHSDE
QTLRNMGREKMNLIIQAFKVLLDRIMNEEQRREWLQKLSLEFVQVCFNCNFLDKKIMGLKLLTDMLKQASVDKSPQTVLQ
WIESENIMETLFHHNTHLQLLERTKELIRIYLNIENAFTAKHMSMIWDLMQQNDNELRPIIFKLINEIAFAMREYHVIFF
MEQIKQLKEDSILIEHVQLLYEMNRYQIKNQELIILSIDTLWRIIEYAGQSQKQSLEDKSRSYLCDLIKNLEIKEIKVQM
VQKLISNIQQMKVESSSIKTLSHFICSFPSKQQSQPQQPDNNAESQPSQVMTYPFVQNNPNLMQQQKIKEEIEQSTQTES
KVEEITQDEFVKDLIQQSNIHQILRQNIENLRIQNKGINAETLQESARYMNKLQERILLIKTLIKINGTAANIINQQFLD
LIWNELILKPICKQECDMASNWLRDLVEKDQQFSLTELDAFYLRLLNSDSHLTENAFNCFQAILYYINQKEYRLHRQQSN



LNQNCDQYGNIISMTNTNVNENDQQLELTLLVDVNQIIGIEYLWHIVFNSQLDKAVQLLVKLNLSQQEQFIDRILDKMDC
TNEQTILKCLDVLRNLLNETETKGVGSLLSLDGLVKGDGFSINIVNDMGDGAPSNRTTIKVYSRMTMFELRRVIAKELYT
NWEQVKLVRNGVTVQDTDNGKTLKQMNVRKSEVINVYRRKTKPIPQLPLVEDNKLTPKFIKVLHKLFELYSTDGKMSSEQ
LSSFGVKAANDESFKDGKKIKEVWNLYGEQKGYLTVDNFISFYEDCCIRQKISSIVWKNLHSFGYKNDLTLIENDEVDLD
EQKLPRYQLAHNERFYRLMFHFINQSDQIAQECWKLLCSLPVFEAAKQRILNFEDFTKDRSYQLIYSIKIIEHLLYTEEY
CRNFVKYGGFKQLQFILNNLEQENIKIVKLAQCLILNILCRHISAQFQPIFNNIYQIQQHVKQPIQATFDTIAQLIDGTY
PSSSDNKPLLRVKETEEFLELVKFMNGLDIQLDYVDLLKCIISMQLDITEDRFIIEFILILITTIVGYNLGNCLDYFVSS
IQTIKQRYEQLLYAPKQLLIRKFAGNSLYLIFKCQNQLGKILINILIELFPKNENKESQSYFDLLAKLIQESKYSDKQFA
ENIIAQLKEYEPTESRIGLTSDKTLTGLLSILESLSIVDQSILTQQLIMYLYQVHLFCFHLNTFQLTPQKQYTPDYVKSK
SPESRKIVYRIIILYLKQNYNPEMLDLNTIIYQIIIFSGFDIKLNPKTYHGFVGIRNLGCICYMNAMMQQFFMTPEFRYC
MLRAEDGVENQVVQYKDNQGLEYQIDDNSIHQFQRLLAYLELSERPDVNPQFFCYSFKDYDNQPVNVSLQQDAQEFLNQF
FDRLDNQLKGKGWQQFIESIYGGQTCSQMICNGCKNMREKFDLFYTLSVKVKGVKSIHESFESMINGEVIKDYYCEQCKQ
KNDLIKRQCLQTLPNVLIVHIQRIVFNLDIFMNEKLSTRLEFPHNLNLQQYTREGLLNSDIKQQSYYQYKLKGVVVHKGT
AQYGHYYSLINTKDEKWLKFNDSVIEDFDVKRLPHECYGGKDTEDSQDFQESGSSTNAYILVYERIQKEQVELKFADLQQ
KQEIMQKFDSVIQEEDNQDLTYKLDYKTMTQQHIPDSLYQEIWHDNHRFMMERHVYSEEFFRFVKEIGDAFPYPEDYALI
TNPEQVPQYFGIYNNYQDIQGQEKIYQLLSNMTYITIELIARSSDHSTIKNYVLIIMNLINIIPTNAFQVFQNMIVNRQQ
RVFNVLLCAPDYNIRQAIQQILLHFINVITYIHALQLNTELLAVLQPESSTVSCDQIVMRFLIDLIQKLQNDVAKNPTKF
IYYFTFWRDFVKSSVINVKFASQIELVSIFADFFMEKQSPQGLQKTQFYEFISEKKITMASKMVVPFYSQLFQCIQYLLQ
DQNYVLSKNDTLCLQTQIFYKRALTECQDFETVKLIIQRMVFNNEPLSRSVIEVLLEEINKANYESVGQYLGLAYNLLNI
YDAYQQERIEWLLGFPEPNYQDKYTTGCSTNLSYQSILYQSHIGSQNDNISILNLLFENQKRFQNVAIQMMKMTLAAANA
NKQVFSYLVNLPPPCYLYSKYTDWFEGFLNEFLEDCKKYPVIATTIFFNKQKEVEETLQFWQQFKTNYSQITEIGLYEPI
QPIYIIGNIIQTEQISSVVQVDGVILECYESTVYFAESKPTLTTNNVFPMTILYDNIYLQSAKVDPSSNVHHLIQPQGSF
TIPKPPPLPKKKDVIDGIDFGTDINKTSEQSKAEQESMTQLSQFSMELEHISDANKQGDVPTAIPLVQFGETPQQLIHCD
IEIQMAPMLKRFMLNNTTNQTLHITYQITLDPDFMVNFRQQLLMNDRHPAKICKVVPPHSSVYLTTIMKTIPSMDWGLFI
ETMDINFNEQGNSAPQQQPKKQVRIDEEVQVFMPNLKPETGSKNDDNMQCPVCTYLQSNSNHFCEMCTFEFK        
>Ptet_A0E2I4_A0E2I4                                                             
MISEEVQKYKEMEEKFLQEFNSRSGSFFLISSQWLNNWKKKVGYDGEPNTSISLGNINSDIGHKPKQVLKYDPIELNPWN
TQLKPNLVEGVDYYVIDSNMWQSLKGQQQMCEFRNNKYRSDFTIERESFLDNEGKRQIQAYLQCIKFVPIFPSAMSKLQA
SMIEGEQYISPIAQISEVVTILSKTLKTVTSFKFVSKDNVRLYKLGSSWNLDNLKAFLLQAQKEKKQFMEFTDIEFLDPT
QNKQIKDYNFEKDQILLMDTKEIHSTFLISNNIFGQEEKCTNCSQYYNLTFNCACKKVKYCSEACLQQHSYQHTQVCEKQ
DDTDEILVNLLPTPQSKLGLTGFRNLGNTCYMNSALQCLSNTTELSRYFLDNSFKFDINTQNALGTKGEFASLFSYLLKR
LWFDKQTTISPFQFKRLVGKLSPNFAGNAQHDAQEFITFTLDLLNEDLNRVKVKPYVEIPDNNNRPDDEVSQEQWECFKK
RNDSLIVDQLYGQYRSKLQCPNCNKISITFDPYLMVNVTIPQEKKKVLEFYIIDPENFWLSQPVTHYYEPELRLKEVLQF
KSQEWLNCEWDQIILTLSSTFSIEEVFLDQRLEQLKKQLKQEKKLQLRKLTEQEQLIQNDQQVHVLIHNQILTMNNWKKD
IVPTMYFILSQNYKYKEIHMFFFNCFKNVLKNFADFDQSWLNSENLEETYQQHILDKYWKIMFKSNQRFQVNCSYCYKAY
CNDCPLEFTDKIFGDCFQREDKLLQPEIQIIWLKPCREKIDDMYTEYQKIFDPNYKAPVVNINWDNNQKSNKYKQTYTLE
HCLEYSTKPEQLQVDNSWYCSGCKDHVQAYKTLQIYKTSKILIFHLKRFKDSYKLFKSKLQTNIIYPEKLDMTNFVLHQD
NNNLYELYAICNHIGESGSGHYTAFCKNNGDWYKFDDSIVTKETNNIVTPNAYVLFYRRIEQNYVEYDLEAKLKQNIDLL
LADEVFKQHLQKFQKENDESVDTQKQEQPAPPKQQEENNQQLVKLDINLVNNQSSSDTNDGDEENEDEH           
>Ptet_A0BKN2_A0BKN2                                                             
MSEEIQAMKQLVPQVDKLKTAKSEQQYEAILQALQRVEQYMEETVTADGRQYLPELVNICVNFVINHKAYPDRVLFNIES
FIKCVLKYISNNLQDEKVSQMFRTIMDPSRMIYEHNAHRTEWHDQFIKYSYSLNPQYKQFIDQLQEGAYVDCLRNCRSTA
RLNWSRGVVEERTEDSIKVRYLNEQSVKHIYNIRSGNLMPYRTRSQRLDQMFNLQVGQVILATQSDKWVLSTIQERIEDQ
DIEQILKYNVAFRFYTEDGNSIDDGTQMKYIGYNKYHDEQITACHPRLALSGDHIVRKFNSIEQYIDDSYDILYEQDYQE
EKFHAILRPKQSKSFLLIQFINYFGYFGGFEKILNIQSVDILANYMSAIGNIHAQLFRSFCQEYVPKLQGLRQTLLHSDE
QTLRNMGREKMNLIIQAFKVLLDRIMSEDQRREWLQKLSLEFVQVCFNCNFLDKKIMGLKLLTDMLKQASLDKCPQTVLQ
WIDSENIMETLLHHNTHLQLLERTKELIRIYLNIDNAFTAKHMSMIWDLMQQNDNELRPIIFKLINEIAFAMRDYHVIFF
MEQIKQLKEDQILIEHVQLLFEMNRYQIKNQELIIMTIDNLWRIIEYAGSSQKQALEDKSRSYLCDLIKNLEIKEIKVQM
VQKLMSNIQQMKVESSSIKTLSHLICSFPSKQQPQQQPQLPANNVETQPSQVMTYPFVQNNPNLMLTQKIKEEIEQSTNT
ESKVEEITQDEFVKELIQQSNIHQILRQNIENLRISNRVINAENLQETARYMNKLQERILLIKTLIKINGTATDIIDQQF
LDLIWNELILRPICKQECDMASNWLRDLVEKDEQFSQTQLDTFYSRLLNSDSHLTESAFNCFQAILYYINQKQHRLHRQQ
SNVNQNCDQYGNVISMTNTNVNENDQQIELSLLADVNQIIGIEYLWHIVFNSQLDKAVQLLVKLNLSQQEQFIDRILDKM
DCTNEQTILKCLEVLRNLLNETETKGVGSLLSLDGLVKGDGFSINIINDMGDGAPSNRTTIKVYSRMTMFELRRVIAKEL
QTNWEQVKLVRNGVTVQDTDNGKTLKQMNVRKSEVINVYRRKTKPIPQLPLVEDNKLTPKFIKVLHKLFELYSTDGKMSS
EQLSSFGVKAANDESFKDGRKIKEVWVLYGEQKGYLAVENFISFYEDCCIQQKISSIVWKNLHSFGYKNDLTLIDNDEID
LDEQKLPRYQLAHNERFYRLMFHFINQSDEVAQECWKLLCSLPVFEAAKQRILNFEDFTKDRSYQLIYSIKIIEHLLYTE
EYCRNFVKYGGFKQLQFILNNLEQEDTKIVKLVQCLILNILSRHIAAQFQPQFKNIYQIQQHVKQPIQATFDIIAQIIDG
TYPSQSDNKPVLRVKETEDFLELVKFMDGLDVQIDYVDLLKYIIKMQVDIADDRFIIEFALILITTIVGFNLGDCYDYFV
SSIQSIKQRYEQFLYAPKQLLIRKFAGNSLYLIFKCQNQLGRTLISMLIEQFPKNENKDSQSYFDLLAKLIQESKYSDRQ
FAENIITQLKEYEPTESRIGLTSDKTLTGLLSILESLSIVDQSILTQQLIMYLYQVHLFCFHLNTFQLTPQKQHTPDYVK
SKSPESRKIVYRIIILYLKQNYNPELLDLNIIIYQIIIFSGFDIKLNPKTYHGFVGIRNLGCICYMNAMMQQFFMTPEFR
YSMLRAEDGGLEHQIDDNSIHQFQRLLAYLELSERPDFNPQHFCYSFKDYDNQPVNVSLQQDAQEFLNQFFDRLDNQLKN



KGWQQFIESIYGGQTCSQMICSGCKNMREKFDLFYTLSVKVKGVKSIHESFESMINGEVIKDYYCEQCKQKNDLIKRQCL
QTLPNVLIVHIQRIVFNLDIFMNEKLSTRLEFPHNLNLQQYTREGLLNSDIKQQSYYQYKLKGVVVHKGTALYGHYYSLI
NTKDEKWLKFNDSVIEDFDVKRLPYECYGGKDTEDGQDFQESGSSTNAYILVYERIQKEQVELKFADLQQKQEIMQKFDS
VIQEENNQELTYKLDYKTMTQQHIPDSLYQEIWHDNHRFMVERHVYSEEFFRFVKEIGEAFPYPKDYTLITNPEQVPQYF
GIYNNYQDLQGTENIQLLLSNMTYTAIELIARSSDHSTIKSYVLIIMNLINIIPTGAFYVFRQLIVDRQQRVFNVLLCAP
DYTIRQAIQQILLHYINVMVYIHALQLNTELLQVLQPDNSSVSCDQVVMRFLLDLLQKLQNDVAKNPTKFTQYFTFWKDF
VKSSTINVKFASQIELVSIFADFFMEKQSPQGLQKTQFYEFISEKKITMASKMVVPYYSQLFQCIYYLLQDQHYVLSKND
MICLQTQIFYKRALIECQDFETVKLIIQRMVFDNEPLSRSVIEVLIEEINKANYEIIGQFLGLAYNLLNIYDSYQQERIE
WLLGFPEPNYQDKYTTGCSTNLSYQSILYQSHIGSQNDNLSILNLLFENQKRFQNVAIQMMKMVLAAANANKLVFSYLVN
LPPPCYLYSKYTDWFEGFLNEFLDDCKKYPVIATTIFFNKQKEVEETFQFWQQFKNYYSQVTEIGFYDSIQPIYIIGNTI
QTELVSSVVQVDGVILECYESTIHFAESKPTMTTNSVFPSNILYDNIYLQTVKIDASSNIHNLIQKQGSFTIPKPPPLPK
KKDVIDGIDFGTDANPTAEQSKAEQDSMMQLSQFSMELEHIVESNKQSEANNTIPLVQFGETPQQLIHCDVDIQIAPMLK
RFMLNNTTNQTLHITYQITLDPDIMVNFKHPAKICKVVPPRTTVYLTTIMKTIPSMDWGMFIETMDINYNDQTSSAPQQQ
AKKQVRIDEEVQVFMPNLKPETGAKMDDQMQCPVCTFLQSNLNHFCEMCTFEFK                          
>Ptet_A0DH57_A0DH57                                                             
MSRQNIIINDSVMRQLIEAGYTKEQSVLAIQATNLFGDCQNLNQYLAIAKSNYQDLYQMVHAKDQTNQSFNNSQYQQTIP
NYYDMGNSTKRKTKIPSIPVGLVNIGNLCYFNSLLQLMLNNPIFVKTIFDYKVQYNNDKFDNFLNSLQRLFANLIISNSI
YYDASEVIQFMWWDSKDIQLVGHQQDFRELCELFLSKVDQSLKEKEQSSSQNQLNLNINDCFKSQILKQQFVLTNERDRY
QIFIPANLSYGNIYNTLYHEFGQQKLTSIPENLFFQISRYSYNRNTQNMVKSTQDFNLHSEIYIDFIIQDVNQVHNLFEI
FNGATNGSQQMNLDPQQIQKYIASFKDIIEYYSLLQNEIMVQQLTLDQDILKIQQQSSEYQQRRGDYQWLNQQLSQCCSK
KYYLHSIVIHLGNANQGHYFIYIYNFSKKQWFQYNDSIVEVISESEVMRLSKNNAYIVTYVSEQQRQLIRQQEEIVELIQ
QNDLSNDLYENLELLQMIPQNLFKEIYQQNLNLTI                                             
>Ptet_A0CM51_A0CM51                                                             
MKNQFSYGSKYNSQIQQTPFGNSQIVQKNNFQSKSRLPIFDDYKIQQPQSFSQYNNFSIKQLQTPQKYDQTQQQPFNVVQ
IPKGLNNIGNNCFMNTIIQMLYGIKQFRKAILDLPVKQLQTDSITFHLQSLFQELKFSKTQYSINPSQFYHAILKKHNQF
QFGRQEDAHEFLLCLFQTLGSESKNQQNEHNFFDDIKNFFEDIFLGNNRDLESKIEKEWRLKRQLENNIITNLFVGLFSN
KIICKNCQFEQIHYEEFNVLPLSLEYYLGICTFQKESCLLNELIKFQFKPQIITNYKCQKCQKDQHQLIQKIARLPKILI
IQLKRFNYLNSAQRINTNIIFPLENLSLIEQCTPNIRSCSYDLQTIIHHSGTCNNGHYYATCKYAEDNSIKWFRFDDSIV
EEAQLEKRQYDTYGTPTPYMLIFEQK                                                      
>Ptet_A0CJH4_A0CJH4                                                             
MLLKTKGDVDDNNLDRMNDDETTNLVVPQFPEFKHPGQGKQVLMRPASKQFLNSPSKLEDSLSGSTKITQVNSAGHAYDY
IVNRFLQTIKKHLTSPQRSEVEGQIIRTLISQQTKLQYMLHIDWAKYYTSYLQHINTKVPGPINNQPFFADQCSTEAIYK
PNLKQDVDFVLLNRNTWVFIHCLYGGGPEVSVQDYSKGEGFENSTHKPTLSRVSSLQSGLVDTVSYMSITLPFQKSQFEL
PPIGFYNESNYCFMHAAIQTLLSVEQINCWMMNEGKNIANQQSDKYRWLNAYLEIITIAVNKKAGAFIKIQLLKQLIKSK
FDPRQQHDSQEFLRYFIEQLTVEIQGQFKYDQPITEIVFQGQMMSLIKCDQCNQQSTKFESFLDLSLPMNKLQTLEKCLK
LFFAQEILSDHYQCENCYNETRAVKKYVIGTPPLYLMIHLKRFQVYPNRIKLNGHVRFPISLDVQEFCSIKAKYKLRSII
VHQGTPERGHYVTFSSRQDQWYYFDDHKIYLVTEQDVLQQQAYVLIYEKVEEYLIDMQ                      
>Ptet_A0EHE3_A0EHE3                                                             
MGSGAGKQLTIPVVYAESSHYLHANLKTTNKQKLKISDPYTKLQQGYHTIPLVMRKEDNQDGIKVIHGVVGLKNLGNTCY
FNCAIHCLSHTQPLLDYMLSRVFEKEINKISKLGSRGQVTECFAQLLSDIWKDERSIGMSINQMSLSMDMQKKQKQYENW
VDPLRNTRRDLKSDVNYQHIQLEQEDCQELLSYLLDMIHEDLNRCKKKEIIKEKDYIGEPREEWAAESWGEHLKINKSIV
VDLFQGQLKSKVECKTCNYQSHKWEPFLFLNLPIKQQQQQQQQQQQKQQSFQSKSLGNSQLKQETICYLTECLDQFQQEE
TIQWKCPQCKETRDCKKGIRIWKLPNILIIHLKRFEFGSKQTGKITQKVNFPINDLNMSPYCNEQDNTIYNLYAVAQHHG
SLQYGHYISICKHRVDNQWYMYNDDAVFKIQELEKAIVNEYAYVLFYQKQTDNIFRQTTTDPSCWPHNQSAKKQQNDVPP
KDSSKLQTMTLMDYQDTEQKGQLDDNSPHNILNNSVKIEPINGQRRLFPHTNSREQNSRCQQVYRKSRPSVDHHSNNEQL
TSITKLEEESCQIQYNNPQIGIDRKVQDKFKLCQLRAKGSRK                                      
>Ptet_A0EAI6_A0EAI6                                                             
MQSVPDQIIIACKEMGYGEMNIRKCWDLAKGDQVKFETYLWEGYVEPPVQKDDNLNVNITNYLKKNGLLQTNYFQQIQKD
SLQEHKLYQRTSRLRGKDQYVGLANIGNTCSINSILQYCHQIPQLFKLSIECQNGEKDMYHKFILNMQSLFLQLIASNLE
YVNPQQALNTMCWDAQEQQYIGVQQDIVEIFNLILNKFDKSIRRLHLQNLMATNVQRVELFGNQQMNELFQIVFMNDNNQ
KEYHPNLVATLNHKNIRTFLLKEFANKILELPKFLRISVNRINFRNRAIVKSNDEFIIDNLLNLEICMYNNNNANKKEQI
SILQNQINELQKDIQKFRQQHSCLVGVLKIYEDEGIFWDLIVYLKKKIDGLLSQIKIKEEQYKQQSSIINQQQSSSKFQY
RIHSIVVHFGSAWEGHNYIYIYNFFLEKWMKYNDISVNLVSEHQVQNDSKTYGQLVTYVDQEMIPQLKAHYQFIQNVGNT
VVQQPNRDLTKMAELSYIPQNILASVTEKNRQNLGNQCR                                         
>Ptet_A0CPH8_A0CPH8                                                             
MEKIQGLVDSQKFQEAIEELTDLLESELPSPKLGTLEMLNSILGQSTKRQDLQIAILRLAKFENSRRYCDLILNLARIYI
DLGQLSAAKQELEKLRSIDNKCIQCLLQGFDRMFNQEREDLQKEDQWEQFQLLEKEEKELDYFSQDGLYSYLIPTAWFQK
WRQYVRNEDPLVLEDPILGLNVAKLRQILNLNEDSINEEIVVAPGPIDSSRLLQVQWNLLPDPTESKQYLNYVLRNDLRE
GVDFFHVSAKVFRFFEKIYGAIMVKRLIVKQEDQDRAIVDLVPRVVEIIIMENQQQESSLSVNGFEQVKELTRKINVIKG
NKNQIRWWKFKDLQSQLDWMALIQKGAFLKNIKAIELDLKTKIDDLNLTTQDVLICEIKQDKGMQLTAEVNVDQQKEQNV
SELYKKFGISNIPKIVSECKRGMTGLQNLGNTCFMNAALQCLSNTYEFTEYMVYNHFAKHLNPNNVLGTKGFLAASYAEL
MKSIWFANYQSVSAIELKKVIGKCAPQFYGYGQQDSHEFLSYLLDGLHEDLNRVLNKPIVSDIEITNESDQQASEKFWTN



YTLRNQSRIQELMVGQYKSTLVCPLCNRISKTFDPFMSLSLPVPNFQIYAVSLYFLYADNEIMPSKISLQLGGDMTGLDI
LKQLEKLTNVSHERMNMLLIKDHRICERVTYEQVAKWIAEHYGMLFVQEVESNMQNLKQNQINVDFYYIVKGTPDKVLSF
PRQVVMNKKWTSQQLYGLIYSKFRIHLTFAVNELTTKEFSLKDEFLTLPKPKNLEESIQEFAILVQNQLQPFTLRFKDLT
PGYPKKETQFNDNIIIDIPGSNLSIEVIISDYLVKNTLNLKFQRCQEIPPNPIKTQQGKKECDLDDCFTAFTREEILGKG
DEWYCNKCKKHVQASKKMEIYKAPQILIIHLKRFRTNKVTMVGNVFINNQTQKITQLVKFPLELNLNNLVLSKQAGDNQD
YTYDLYAVDNHYGSSAGGHYTAYAYNSVLNKWIDYNDSNTRTISTNVVCESAYLLFYRRRDTQKCQLFK           
>Ptet_A0CII8_A0CII8                                                             
MQQQKLQSTCPHFQRILLQRSIPQVHKSLSKLLVLFKNKQVKCDVCQRKQDYLNICLKCEKPLCDIEKICSAEHLRLNSP
EHCVIINIHSNLIACLMCKIEIYDFEQTLQSEEDQFIEEIINPQKIRMEYHKFFYKQEAQNIQFKNQQNVQHAGMLNICN
NSHLNCVLQILLNYPVIQQILQKINSEYEINEYSLKSNRKQILRELSAMASIYSQHQYRIINPSKVIKNLAQIDSKIIGY
SRKDAYDAFKTVINFLNEEFKFSNLKGYFKSNLIYTKQALGHDWNIIADPSLYMEYSFIQSIFSGELISNLQCLNCKKIT
KSVEQFSALSLELPEIKQQGFFKQFVNNQKQSISLQECLDYFYEPVIDSLTLCSCGARSGKRQYSFQQQSNLLCIHLQRF
LNKNQKDTKHVSFPIKDHNFQEYFNLDSEQNYRLFGIIVHLHDQGGDHFETILKYQNSQFLSIKDEIIEIVSQKYVEECE
ALLLFYEKVDNQVDLFKTSLRKNLQNQHNMIANQELQLKDEDQCYLPHFWFEQFLHLAKPPSIITSHLICPHNLLKPDYW
DFRIEYENAKSAQYNSQLDTNTSFITIGEVQNSNSPAYIQESSAQKQLQLTSIIIPKAVCEFLIEKYGGGPIIQKNIKTC
STCIEYAQQMSRRRKLERQLIIKYESLQGYDRIFVVHEEWLKKWQTYLYNSKQILQRNNLFGYPPPGEITNYLLLDKDQQ
IIQQKKEGQHFHMITAPIWHILQEIYGGGPTISINPHQQQYEPFKLQTDDLFQIKEIKTLYQNCINQYKQEIQQ      
>Ptet_A0EIE2_A0EIE2                                                             
MQSFQDTDNNSENLNEEDKQCNIVYNSSSSINQQVPQFPQKKAPSYSREVPQILKLQNQFRNAQGNIRRELECQLIKRLV
DLKKNTDSDWYRLNGAWAQKYTTYLYDNSSTLPGPIDNTDLLQNRNQMRNVDFFVVNETVWKFLLEEYSGGPEILDEKIP
PSPTSNASSTTDRAKSVDISIISSVSQLDINPEIPIKGLKNELYFCYMHSTLQCMMSIQELNNFILNSINRQHSQSMTLC
RNYQELLRQLKDTQYDYIKINSLRNTISKKFNPKHQHDAQEFLLFLISSLEDEISNFNKKQGQQQTKLPNIIEKYLKGQT
ISEIICKNCSHKSSITEDFLTLSLALNKINSINQSLDEFLKDELIQDYKCDCCHKKKTAIKKTRIIKLPQYLILHLKRFK
FFPKSNKIIQHVKFSLESTFCGIKYSLVGIIVHSGSLEQGHYYSYCKRQNKWWLFNDQKIKQVNNIDVLQQQGYILFYQQ
LL                                                                              
>Ptet_A0EAI7_A0EAI7                                                             
MLDAQKKEHIKQLMEITNRSKLLIISILMYFQWDKEKSMDFILNAGEFLSEDLVPQNRRQAAEILLKQEQEEEEEEELQM
QVQSHGSMEGDYLQQNKVQTQSQLKSFIKNPEAIEQIDKFDWIQTKNKRINQIRDFLQQIENQEWENMTIIKERQSLLRD
RKNEGQNDKLQLRIHKSAIGIKKNEGTGFFNCIYQLLFQNPELVESILNMPNLINKDDQNSQYINELQYLFCSFIFSNER
FVKDSNLLVAANRLNKLIIIDGQINFAQQLENHMEIINKCLQDINKQKQISIFDNSFQSFAGTKKGGQKSIYLKFEQEDR
LFHLSLLKQIENLQALQQQQPFKTYWAFQINRRDKEYQNGQNNNVDYWLSQKIDLEILFHSAKTDKFIQIFENKLNEETI
KEIKKSQQIYNSLHVASSIISEKGVIQEETLQQLKVDKQDKEKYLSKYLPFNMNLIPREENQNSKYSYCLQATVIEIKEE
NDHLFYIYIYNFHEEQWYRMCDFQVSIVSEDLVLNDTRKNGCFLVYVQQQQIQKLRGYQQIISEIVRKVTINQGVISREI
LQGNPLLNGLNPSHLERIQNTNRANIKLLDDELNSEFNN                                         
>Ptet_A0DNX8_A0DNX8                                                             
MNSGTQCLSNTYQLTQYFLSNKYFEEINEDNPLGTKGQLVRKFGSLLKKLWCGDKNIVIPTSFKKAVGQFQPMFKGYQQH
DSSELITFLLDGLHEDLNRVKKKPYVESKDHQGRPDVEVAKEGWENHLARNQSIIVDLMHGQYKSTLKCPNCQQISITFD
PFLTVGLGIPNRKQKSIQIKVIKSVVSIESKYINFDGSKKNQSLKDFINEYVINEFKIDPDSELICYSSVMNDLSDPINL
GSDINTARKNSKRGYLVVKVLSQDERKIENNERIYLNFVQKAYDSYGHNFKKIIQPSTYLIIKREYSLAQIHLKIFQFLL
PIFCDIVQEAELDTEEKFEGIL                                                          
>Ptet_A0DI82_A0DI82                                                             
MTTPLDNVTTLKDKIKILDDIKNHTKNLDLQAIYKHIHNIGQDSHELLEHALKINFGNVLRNQGSNDQTEALQVFKKVCE
TARDLNHICIYVKLIKNNSRQDLQKVYLKELGFQTEKLITEFRKQGTIIQQLRLDTNDITKQRFMIEMITTLCPQDLGFN
PELFSLMLIPFKCLHKADPTDISLLERLADVLLSQCNGQGIANQNQVHDWLALLTGIIQYAYEGNSIGLFILLRKIPDQH
ISELLYRHKYYMLLNYFNNLKVALKIFQGLTFYSITQQSIFFIKTISQFLYEYALEIRSKQYSDILKYIYQEFILTTMLG
NIQMVNYSAELIDLLLFYIVGMSSIDQDPFLKSLDLLYARLKQASTFKIFNKEFATQRIQFLLTVAIYYNGLNTDEQYLN
VIKIYQITNQLNPHNQYTQWNFSKLIEQQNQIDQNILLRDSKDFVGLENLTNTCFMNSILAKLIHDLVLQKVYQSLQLIP
YPSKLSSLQKLFLLLTYQKQGYCSPYELKRQLREPYSNTNDQQDVSEFAHHFLEDLLELLPKHLQIPMEKIFFGYHRSCI
ECFNCPKRQPAYRPKEKFLGIDLHFNEDEDNQDLYDMIRKAYEKEQIEFTCDKCNQRTDRVFKSQQLIQLPSVLFMIVHR
FTFNAATQTMNKMLTKVPFRFQIDFRDIFNQKKLNSKDCIYDLYAFIVHMGKNSYSGHYICYARQLNKPDVWVTFDDTMI
SNLEYDSDQLDKELIAEETPYLLFYQNQSGQPLIFNN                                           
>Ptet_A0BDA1_A0BDA1                                                             
MSGFKLYRSRIILALSSQAYKRAHKFSSQTSTEPEFVDQPLNKQIKLNDQSFIKIQQNEQKTSNPPTQNIETQRINQNLQ
KTETNPIQTKEKQENSAIKIPLQNNNSINHNNSQTQKASNQNTTIDKDIVIQASKHEQKKELPLFNGQNKLQPNNSSLQI
QQQQQVKQNGHQMEQMNKAVKKEIKYFKACGLHNIGNTCYFNSALQCIINTPKFNDKFLSDEIKQELNPKHKQVALQYWR
LLKQMRTTNNTSENPVQLKQAISSSTKKFGGHRQEDSQEFLRALLTCLHEDLNRVTGKPIYKELTADLNKQSLEDISNTW
FNYFKGRDNSLVTDYFTGQLLSRVTCSVCKNQSLAFDNFQDLSLAFPNISGNQITLEDMLKYYLSEESINQYTCGKCRQQ
RKCTRQLEIWRLPDILVIHLKRFYYKGPMKKKINIDIKFGAKLDLGQFIINSSDKSTLNCNYNLYGIVKHYGDLNFGHYF
AECKHPFTMKWYQLNDSSVQEIKPKVSYESDNSAYLLLYSRI                                      
>Ptet_A0CLR4_A0CLR4                                                             
MLRIKINDYFEFPQKINMFKWTRDHIVENMEVEDQSDSMYILKGVLVHVGSAEGGHYYSYIRDVDKWYEFNDKVICPFQI
ENLKTECFGGANNNLSEWGMSNSKNAYILFYEKVKHNIPEQFYLKGSNEEILIQHVISENTEYLKSQLFCVQDYLKFIQT



FASTMQIKTPYQVTHQLSKESNLSELDNLPSLRMIKLLTFFTYEVLLRNKDQQMFQYNMQVLSDLYKQEPAANFWFLDLL
RNHKLLIIDLLIESSYSDVRNAFAQLIIQSITIIVEYEQHYLFEDSCIGRFLQFYIQSLLKVVKSTLRRGTEYFTVIKNI
LTNNQLLVKHFYQQEYFKQVYQLLQETVTEAHVYTSFKLQSLQTNNTDQPLMVICDIITKVIISCRTQSMIELNEDAPTY
QFKGQKELDIDQFWLSRLLDTDDFKKYILAMIQFQPNLIDMIKHVCWKNSKISSQIMTLIVTQFLDFLIEWQYLEPLSQT
VEALLKMDDNLVELRFQCLLCEPFKILSCVKGSSIMNAIVSNFDKDKNYGFCMIAILANLASQVNYVGEYFKKNKQQFEI
LLWKAREYKNINYGLYFPVMKIQKSIQQLSAIFEEPEKPIIQFSDEKCNQMVQEEPEPEDSNLQVIHLIQQNEINYTQTK
DDSMDNNNPSDRENPSDRENPTDQLSE                                                     
>Ptet_A0CRD7_A0CRD7                                                             
MYSSNQRPPSTTKDKMQAQGLPNYPLLLNKTQSTPSSQEIKSGYTYSSYGTSTLSTQPQYVSFHYLFEQTRPYEQYGQKL
NPYQINQQQSSSGMTTSLSTTQKTNSTISSMTQSQPEQQQPSKYMSNVSKGICGLRNIGNTCFMNSVLQCLLNLPAFNEH
FFNGDYLKDMNSKNSSVPNEYSKLVSTIRSTPNFQSVAPYGIKSAVENVMPCFRGYAQQDAQEFLVALLDGLSLGLNRVK
SKSTYKEMNDNLNGRTLQDLSKEWWEYSKSRENSLVLDYFQGQLLHTIKCSYCNHNSYAFDTFLDTSLAFTRAFKILEDM
DLDRLLDKYVIEETIDDYYCSKCKKHQKVKRKFTIWRLPHILMFHIKRFDYRRFSSDKLNHRVKFPLELDMTKFIQDSRK
TFLILVDQSTKNCQYSLCGIVNHSGTLYGGHYTADSLNPFNLKWYRYNDSDVREIDVKQQRYDTDGSSSPYILFYARKSL
Y                                                                               
>Ptet_A0BJI9_A0BJI9                                                             
MNSQKSQECEGFRLIDVDSSYKKIKEFQESQELINLDDSCIQKMAQNDEWIDCLCILEIELKAILLDRVNNISILPQYLR
QRLQPFIIFIMNQIVFIQNRMKLQCYLNEILFLVQKLAFKIWKQYPIQSLQFFYLVIPSHVTQFYNSRVSELLIYKSLIN
QFYYERQVYGIQNQAESYISNSQIQLFYPLQQEILSQRNLAENVLSFSPFLRMQIHYFYKNGGFERINESLSNFTLKHID
ALSLLSYFKTNINEKIFTTFFQHINYQQVAFQLCDEDIKNASKETFAKFNAYIANLISFVTSFSEQKAQINLVYMTIYLQ
CLRCSSLQKRIYGLQSLSNMIDTQGSYIQYSQVTRNFLKFLVDNQVFQDLFGEKTHFELIKRSFPLIKLLYENKSLKREE
LISILRLARGKHETWINIISTLLQDLAEILNLEDIQILLQNIQSNQIGLDGLNFIKSLGRNKYLNNRQDAQDSNVTDNKY
KKQKLTDEDYKVISVGNCEDSKNQCQSDQQNAQQQTTQYEDIKAQIVEYLLNVVHDQHDTIIGETAFEIATQLICRQFTF
LRIQYLMNAIQALNLDQAQLPIQNYFNLIKKIIESSYPIEQFSNPDDVLNWMQQQYNLKINFLNLIKREKLKYLYREEKE
YLQVIIQCVNFYKFLHKNSKIKQYELQILWKLLVENARCLEERDLFFDWFYEQLNLDYDAMMWLFIKIIKQIPLSQSMLR
CLIKLVLYYNQKYKLFKVKYENYQLNNYDLIGLNILWRIFHTHPDLYNQLSEFFIKLLKMDQYPDVLNHLKQQYLDELFS
HIQNPTSIQFVLQLLEEFEGYKMIEQEEKIIVTILNKCANALNPKKQEIQLQSNTQVYQAKQFIGKKLNPSMKPEEFDIF
CRGSLFKDNKTLKDYKVNEKLTFTVTNKQGFNNDFEPCEQYDLDVHEKVNKILDIVDIQNKNFIISVLKDKNFDVENTIG
ELIDRGDQLYNEYQQKNLNRAPPPKKIETNTSFSFLISNQYIDQLFNLLNCNNQQLNTKIWSILQMIPSNQEVYQLIEQS
QNDWSKLLVVDNKYRLQYHLQILREQLSCDCVEDEDNYRILRYNFIQIGGLQLLLNNLDNPLEILLIIFYIFHMYLNIYA
ANQLTDNSYLMLLKPKTNDQVMSNFASQDIIQDYQSQSLFKFQIFDIEINWENLLNKLFNWIGIERCYTTILSILFVQPT
LLNCQFPINQLLNLLNNPLLEQRKLAANFIVTLNDLGIKFGYNLSVQFLPILIQGQTEYEELFIVIADLIDQTNDVSFLQ
TQELGLKIINFILNRPIIESPFMENEDKVLQGNLVLLISLLKKDQDLQNNLIDNQFSKYIYECLFEMHNNYLLYPVYKRS
NTRKRAFDLLLELSKVQMHLYQILDLIQINQQTRTSSQELNSEFGIKREHGFVGLCNLGATCYINSLLQQLFMNIQFRKG
ILNGQILIKTELGMQLIITNYANQEQIESLNEHTLFQLQLVFIQLQESVKQYINPNQFIKTLKGFDGQQINPLIQEDCNE
FFNLLTGKLEQDLKHTVEQNLIQQSFGGTLVNEIKSLESDCDFSKETEEPFLTVSVEIKNKKSLYEALDLFVKSDVLDGE
NQYFCDEVQRKIDAEKRCYFTKLPKTFIFHLKRFEFDFNTNTRSKINDYWEFPLELNMFKWTRDNIVEHQQLEDFTEYMY
VLKGVLVHTGSAEGGHYFSYIRDGKNQWFEFNDKLITPFDTQNLKEKCFGGNQSNEWGIPNSKNAYMLFYEKEKQANQQK
INQNKIEIESEDEDINIEQLRKQVIKQNTQYLENKLLNAQEYVSFVQRLVQVGMESNQIQSLAQLLQLFTIFTFSQFLKN
KDIQQFQNSLKILNNSYNQNNSTCVWLLDYFRFNKEMLIHSLIEHQLVEIAQFLNLVIEQAGAYDSSSIQPFFQFYLSEL
LPIASKNHKNGVYYFEVISYNIDRHEALLNLLMQDGYFHKFYEILIDKLKSNSPSNYLLKEDSMILICEILGKIIRYCQT
VGMLSNQDCPTYLHKGSVMFELDQLWIEELFQQNHFRKYILSMVKHQKQLIQMIKHICWNDQGVSNKVIQEILIQILDND
NSWSSLEKIREVLKEILLMEDGLQQTRIILIFSYDQSGESKTARANTLIEIISKDDLDYTIGIICMLAELGFNVVALAEY
LNSNKGDYEFLLYKLKDIMTISQRFFYPIVQIRKAIEQLQSIFQTQVEINVEDDNRRQSDEESKCLSTQVQQDLEDTNQI
SQ                                                                              
>Ptet_A0C7X6_A0C7X6                                                             
MKNNNQKHNPQWKMLDCDLISEEFEEHHRISVPQFPKFKKPTYNSMQITSNVQYRINVCSPAKLDDTVSISTKKSTTNVQ
FLIQSSRVKLAAAIIQLTITFNKLKIILIKIQETEAQIIRNLISQKAKAIYMLDIKWAANYTAFLQNQHSTIPLEISNNN
LFVDGDSRNPYRQNLKQDLDFVLMNRNTWQFLVAIYGGGPEITYNDYLGINNESQVNSREGSLQNIDISTYNSQTFQKQK
FILPAIGLYNENNYCFLHAALQSLLSIEQLTCWVSIEGKSKRHEDYKWILSYYEIIDQIQNCKKGQHVKIDILKKLIKNQ
FAPNLQHDCQEFLCYLTEQLNKELKQNKYDQAITEILFQGQMMQQIQCHKCKQTSSKFESFFELSLSMNNMKGLKQCLSQ
FFAQEVLDDDYMCNQCNRTTKAIKKYMIGTAPQFLIIHLKRFQEKKLHNYIEFQNNLDITEFCSVKAQYKLKSVIVHYGT
QEKGHYVNFSKIQVQLKWYYFDDHRVQFAREQDVLRQQAYILFFERSDEQLL                            
>Ptet_A0DX60_A0DX60                                                             
MNTEELKEAIKRIGQCQQEQVECGSNRSQQDLEIVWQQIQHPVGIGFIVSMCKERNRIQTIHNSANKILMHIVKVCLNNR
DQLKAWETLRLTIDPEKQFYKCHELVQMDEDQFSHLEFTQQEFCANLEEGQDVDALYEDEKGNVIGWCRANIVKINEKYV
WVKWYENEEKRKIARYSMDLAPYKSKVTDDEWQWRHSLTAGDVIDCFDNRVWQNATIVTAFNEEDKEYVVGFRVYDEKGN
QYDSLNRRYFGWNQQYDERIKAVSPRIQKRNAFSRGQPSNPHCQEEIIHDCNDFLYPNTDYAVPRFQTKQARRSIVICEM
INEFGRAGLFQYIMDQILNKCTIDFLHSYIVLLNNFQEMLNREFVQTYIPQLFEAVQNNILQSADNNLRNFSTQKITDIL
QSLSNLLKRVFALQKRQEMIDRLDLDIAYKCFTSDFLERKIQGLKAIQELIKKTKDQYNQYGMQEWQKQAAIQMILEWLN
EKKIFESLYVGSGNSHLVQRSAEFFKFLIEEKMISINSFKDIWYSLEKAEYEHKLAIFKLFKDVSNSLEKEWLDFLTDAV
CSKDPKDVTKDDLELLLDIIKMNYRYKDEYIQKCCNYYWTVLKSGQLNQTMLEQYISYYIDQVTQYEMRPHKGTQISMIG



ESIVNGEQVNVGLKVLIKLIEKLNIQPEAWEQYTRNVALTDLESKFKIVEEIIKSIPELKKQKDYLDEIKIRMQFIQFFY
QNISTYEYRLTFNIISSIWEQLVCQSSSQQEKDLVYKWFSALSTQDGQSQLTSMVPLQDLKSFFYEKMTNDLIQLTEEGF
NCFKTVMTAINKQEDNGFGLDVLWQMILETENEKVSQSAIDFYLSFESTLDVLFNKLQENRNNNQKLHRCLLVLEGFIDQ
SEVNGVGNLKSLNALSQGEELQIQISYEHGNQKKFTIKINDNQTIIELRLAISKVIKQQWDSIGLNSLKGEIKFTENGKM
IKDLRLKKGEIIMVFRKQVKEIQEANLLDGDVLSEGAKQVFGEIFSEYSSEGKMSKEDCTRFVTGCTGNPCSIDDANIQR
TFEQYDKDKDSILTLSDFLDFYTDSARTKKSTVWLNLQTLHYRNDLIRGDRVPLPQVNAQLLPRGQIVQNQRYLDLLFEL
LQNSSNEVQEKTWYLLRRLPPSPQLIKQMLTFENIQQPTDWDQILVSSHYRLLYSLYIIEFLMNQYDSNNLQALIDDQEI
LVLKDKWMSKFLQLGGFDKLLQFFKQYQGRSVSTLPQIEKEILSFLLKTFQNYVIAACATNVPNLYKASRGIQIIKPLDQ
VLLDIRQSEDPEEFKLLVQKLKESRLGDSITEKIEKFISVLINLIQELLKSNELEQEDRQIIEHSVIVIIVILLHNQELL
TNSIENVEFINIFFSGIFTDKSDSVRNLFSRAILVLCHESQKRNNQPTKIILQQLISMQNQQANSSQYYELLSQLIDSAF
ESEDSSQFIDYQQLTQQVLDGLINHKSIETRQKSTAVDKILIGLLNLLTKLHKFIKQPIHDIIFNDCLFSLSDEKEIKCK
SNESRQAAFKLLYQLSNQQSNCENILLNLQQLSQKIPVLNRWNYIPSSDMRSSFGYSGIRNLRCICYMNAMLQQFYMTLP
FRYGILQADDGQEPDMQQSKTGFQFDDNVLHQLQQMFSYLELSDRVDYNPQEFCAAFKDYAGEPVNIFIQQDAQEFLNMI
FDKLENLLKNTVYKNILDGVFGGKTCTQIECQNCKSVKNKDEIFYNLSVPIKNLKNLQECFDKFVQGEIISDFKCESCNQ
KVDVNKRQLLAQLPNVLIVHLQRIVFNLDTFMNEKINSRLEFPINLDLAQYTINQDQCTQYKLVGIVVHLGTADVGHYFS
YIDIKNQDQWLEFNDHKIKEFKLKQMENECFGGQSNLEYNDNDVWGNGFRENSQSAYMLIYEKVQKDKIKLEFNSEEELQ
KSLSKFDNYTIQPNNELLVDYNSFKQHIPTQYHKKVNSDNQQFLLERNLFNTEFMKFILDLSDFVNNDNANVIIEILIRF
NYDLLARSYDNSISEQFNTKILQLIQQYPNSNYLDLIYFGKQTKVQDLLLVCPESRTRKYFGKLLSTLFNQAIQIQGEIT
EKIGEGLNQLFLMLQDQVPKNWTRFDQYFQFWLDFLQEGKLQVQYCLEKDMILYMIDFILDKSSPLQLYEKKTQMGNAYF
PINCQIPMQIISTLLQQNHQLTLQEKKLLYSPKFYDKALKSAKIEELTPIILKFAYNNRYFSEIITGCIMRGLGGGDSDE
FKNYLQIAKPFLLIKDNLQVERLEWLVGIPSSKQKESAKVYDNQFVEYPQFGLYGLTSLEEDYWTFSSPLGWQNSLFDQF
CSNRTTKNLDNQCLLILKLLLMISLECETCFDYISKLPCVNYQYKYMEEIFKAFIETYQVDTKRFYSAFPRKQETEETKA
YLDQYCNKLSCAKHVCQQSILLHNXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXKNKAY
LDQYCNKLSQIHNEFQPQFDYIIGKSIEVTRVRKTYFLYNPCTKEEMQIDEGSEGFVEIKQQIEEGNQHKVLTMEEKIYK
THICDNLPNGTTNEALPAQYVKGTQIHNYSVDPNCQAANFIQSKAWSTDSDDKAIVTNPRIADSVKQIQLQNHTNRNLHV
ILEIKGEPNPCHYIPKSKIQSLMSSKSSTTMFTAIKHNCTQEFPPLQLTLVHKKQEPRQDSYLYLSSQDEMNLELL    
>Ptet_A0C3P6_A0C3P6                                                             
MQQFRDTDNNSENLNEEDNSINQHVPQFPPKKVPSYSIEVTQVLVLLQQFRCAQGNARRELECQLIKRLVNIKKNYQPDC
YRLNGIWALKYTNYLYENSNTLPGPIDNTSLLQIKEPVCNRDYFVLTHTVWKFLLEEYGGGPEILEEKVPPSPVSVISST
ADRAKSADISMMSSASQQEFPSEIPIKGLKNELFYCYMHSILQCLMCIQELNHFLLNSINRHNGQKMLYCRGYKEMLLQI
RDAQTEYIKINTLRSTISKKFNPKYQHDAQEFLIHLISTMEDEIIDVNKEYEKLQQPKLENVVKKYLKGQIVSELICKNC
KHKSVITEEFLTLSLALTKVATVNQSLEEFLKDELIQDYQCDSCHKKKIAIKKTRITNLPRYLILHLKRFKFFPKQTKIT
QQIKFSIESNFCNTEYKLIGVIVHSGSLEQGHYYSYGKRQPQWWLFNDQRIKKATKMDVQQQQCYILFYQQLF       
>Ptet_A0CPE0_A0CPE0                                                             
MFCCGSKKKKSKKSAKPEEPSTNSDTHSLKKEEESQKVYVPPPAPVKQIDQVFIKINSNQEMLRQMKQIKDLREQGQFER
SVQYEQSYITQLINKENVQQQYALEFTWAVNYTNHLKGKPGIGQINNSKLVGPNQQLKSGLKQDGDYVALNEQAWVFIQQ
MYGGGPELKIMPPPKPESQAQPNNTQSKPPRQPQSSVNNTQSKPPIQQSSMRQTQTNSRFIQQNPMAQTISVMATPKSVD
RQVSQIVQSQSRNDSAQNSRKVHQEQKITYTSQGQIPIIGLSNPRYYCYLNSALQVLLSIDSLTEGILAIQPKYGQKFLT
AYQELLRSIKKTGSYSSIAAKSVWDACSGKFQFNQQQDSHEFLLFFLGKIQEELVGKYKNKQEFNSAEQAWSDYTSKNQD
IIDLIFAGQSTSQSYCKSCNQVCEGYDPIWDLSLSINKSYTGIDLMDCLKSYYREEVINDTWKCDKCKKSNKSVKRRMFI
SQTPRYLIIQFKRFTTFPTSQKINDSISYPEKLDIQEFCSKGLQTQYKLKALITHMGQINGGHYKAYAERYDNWYLFDDE
NVSKINGKQLSDRSAYVLLYEKY                                                         
>Ptet_A0BX42_A0BX42                                                             
MTCIICKLEILDFEQYGLTGNEDVFSQWINPQRIRIEYLRYFQKQELSIQRFNSPNVGILNIANFSFMNSVLQILLNFPT
IQQILSKVHAEMEKGDFNVKSIKKIILRNICCISDALKSKSVKLLNPTELIKSIAQSESKLLGYGQKDAYEAFKYLINFL
HEEFRYTNSVSYWKNIIPFLNQEAIPHDWLLLQLYQFNRGDRSQASKFRDYSFIQNVFSGELQSTLQCLNCNRLTLVNEN
YSAISLEIPQINEQNVISKFFNKLTKDRQDAVTLQNCLDLFYEPIQEINFLCLCGSRNGRRTYKFSKFSNILAIHIQRFK
NKHQKDQTYVSFPVEQTNFSNLLNMQGDLNYQLFGLIVHYSNVGGDHFESIVRQPNNTFISIRDDQINPVTLKYVKESEA
LMLFYQKVDSPTNYKTIHNVLTQYELIQTGEIVLKDDELSFLPNFWFEQFLTLSNPQMIITSHLLCFHNQLKPDYWDFRQ
SYENVSSQEQMNTSFVCDQSIILQQNNNSSSYFQLQLQSVQLPTAICQFLVEKYGGGPLIQKTIQTCTVCIEQAQNMSKR
RKLERSLIQKYENCQSDRQFIINLDWILMWQRYLYNSKSQLQKNFIFGNPPPGEINNLPLLDGNHQLLQDKQIEKDYSLI
SEQLWTVLVSIYGGGTLYQKCIVGPIIQVSSSSIEQGNSKLKAFDLDLEDNIKVKEIRIILNQCFKMYNICENIDCI   
>Ptet_A0CGQ7_A0CGQ7                                                             
MQIITHSMHEQFDPNPHSIQSMNTHEIFYDLNRVLELEQTGVTLNVNDRDRQSDINELQSSIMPRWMPILLELEIEIKAI
LLNKANIHPDFNTYFNKRVFPIMDSFLNKLFTDQRQLKVQCYFNEILLMIQRLALNIWKQHPTISLAVFKRIFVYPEVRF
FDSHFNENQFKYALSSFYLERNMANVQSEHNVVQGKDLDPTYQSYYPLQGEILEDFHKNKSSIHLSPLLRIQMHYFYQNG
GFALLIDGINNFQMVFIDILDVFNYFSNFVDKQKFINYFSGLKDQLKLFYQKINEEDIKLSSKEQVKRLNETLEKALVPF
YTSSETKEIIGQTELNIYLHYFRCHTFEKRIFGLQQICEKITPLNFMDFNVNYEVGQMNDDNILKDILINFLVKNKIFQE
LFGEKAHFELIKRSNPIIRFLYRNNQLQTSDIIQILKMGKGKHESWSNFLFKILNDIAEIMSESDMEAVLQEIQEQKVDS
NILNFIKCLGRNQNFDKKYFQQKKETKDNILTELEIEQESIQNSTKNSEKLTIKVYNEDQQQSENQYLISRNQDRKLQQQ
QQQQEIKKRNIQNDDSIDTNYEEGEGIRGRIVEYLLTITNQNSNVDIGQQAFKIALDLICMQFRFLRMKYLNQAFQKLFE
NDPQTENHIQMISKIVVSQYPIDNYNSQSELIKYLEQKYNFKMSLLAVIAKAKKRAYEQNKDHYTEVIDQLLKFYQFLYL



LTDNKIEAHHLKIIWQVLVNNAFSVKEQDLFFKWIFNSNKNIISLDALQMLFFDYLIKIDYNSYTVPIFSCLQNLIMYFN
IQYKILKTDVMDSYIIQDADIVGLEILWKVFFECNNKEIIQKAQQFLLQITGFKSINQQIMNKLKQNYIEHIFDNVQQNT
TEKCLDLCIKLLEEVEGMKYLKQDSFEKGESSGQNMLIIIDNRCKNAQHPKRQEISVPENMKIILVKQIIGQKINPQVKR
NEIDVVYRGTWLDNQKSLKDYKFDKKPTFQILMRPQQDENQKIEDSKPLAICQGDIDDLKEAFNTQKMSKVVPLPINEPI
PLGMPIYKQLNNDQQEKIQKVMNITNEFSQELVEYLLNENNWNLEMSIMDLIENREFHLQKFEEKQIRQVSPLQDKSNKQ
QQTQFIDNQMSNPQQPQFQFQKAVQNDNNFQLVQKFSVATFISENNNYIQKLFDILNLNDENLNSKVWQILSMIPRNRET
YELIDKCQQTSEWENLLDQQNKYKLYYNLQILKELLDCDFIDDQDELRKRKQCRENFLMQGGLIQIQQLFFMPNVDSNTI
QLALEIFLIYFTAYVLSKIERNDEFCSRIINLKETVRNQFKQFEDRLPSTFFFNENNDSDKSKQKSETASNSQSSGVSTP
KFNNTSITPPLTPPVEEHTIPISKQQLQTQDNFDERQMLILQFKENQLFQEFLNFPHEDLLRSLISKIDLGFEQIFQAIL
LILYQNSALVQTIYEIESFPSQVLQVLSQSQSQECRRILTYSLIQICKIPSQNSQNDFGFYLLKELIPQIVNPNTQFEDI
FILTAVVLKRTNYEVLTQNFDFQDLSQQIIQKIIDRPIIEERFEDNEDKVVQGYLILLTAIIEICPQTKEALSKQLIRQV
YEFLFHLNDDYAKYPKFKRKLTRKRAFHLLIEASKNCEQNFLLLLDPISNTHGRIEQPDQDFDTGVKGHYGFVGLKNLGA
TCYINSLLQQFFMNKAFRHGILNSQISITENNETIVYDDVDQIKSESIRNKLSDHALYQLQQDSVRSFINPIQFIKTLQG
YDGLPINCSVQQDVNEFFNLLTDKLEKDQKGTQQQELIHQIMGGTLGHEIRSLEQDVEFQRETDEVFLTVTIEIKNKKNL
EEALDLFIKADVLDGENKYFCEAINRRIDVEKRCYFKKLPNTFIFTLKRFEFDYNRMLKLKVNDYFEFPSEINMFKWTKD
HLINNLQLDDHTDYIYKLVGVLIHTGSADSGHYYSFINSQENKWFEFDDRFVSPFKFENLKQECFGGNNQQNDYYNNFDW
DSNKSKNAYLLFYEKIDKQDIQIKGTNEKCLQNKIIQENIVYLKNQLFYSSDYQAFVREFVCQFNFEDHQEQLEPQNVSQ
KSEEQVVVHAQESPSLKVVKLFTLFSLESLMKNKDQSEFVNSIQVLCALYEKVTSASFWFLTHLQTNLNLLVNTIIESTQ
QEIKHAFSKLLIQSIQCVVNYEEEQQKHSFQTQNSTITQFLSFFIDNLLPTCKKSMRRASEFFQILKFSVSTSSFIIDYM
QKKGYIQKIYRLYKETIHENQFHGNCMNISKLNDKGLEGTCSAMCELICKSILGSFTDGMKLTNEKTPTYLFQYCNQFVN
LDNKLLADIRDQGDYKTIFAPMVQLNPIVVDMTKHLCFDDIQTSEIIIEQLIQILLDWNMAWHQIDPIFHIIESILKIQD
AYGEMRFQALIETQTKLAAFSKGKSILDAINNQFLSDKNFSYCLASWIAEITNNFKVAQNYFSSNKSLIENILGKLRRYK
EYQFYLNFPIPKITKAIDQLNLHFNKSEGQNVDEPLIQSQKPQQKIDDENWSETYKDNFDSVCDQGMILDVGIIDPSNTN
EDSPYQ                                                                          
>Ptet_A0D6V4_A0D6V4                                                             
MICPLYLLDSINNCNERVIKRAYERLEGKQVQTKLNQESSRGVLIIEIISKDTIKFTKRSGKKDGQQISIKYLTDTSSLA
LLLLALCSYKLNDFNLSHLISYFGCSQETPSIDSQEFDQVEWLKLELEWISIQSLQKMNQLQECIAKIEIVLNQISKSKN
KKTWAQLESILQQKKSYLQDYVDNKLKQFQMYTDEEKAALAKKLQQLLIKQEQDRYFEQEGYPAYLVSSQWIARFSLYTK
YYELTKENPDQLKSFIAKKNNSMEDETFVEIFKQYCNQQTYEELERISNSTQNNSDIHICPIYNDDLIDIQTQFEKDPLK
AKSYSNYALNKSIRENQNFIFVSSQIWRLLYALFGGVEIKRIILCRSRHAVETHLFQVRCQLFPQVQQRIINLQFNGNER
MEDLVNKVNRITNQKVRNIWKIPKEANQEELMKIQLIVGTKISRDNILEQAEIGPEEVLLLELEQDQYRLEKKENLQTIS
IPNKCMSCGNQDSQLYLCECRSVKYCNETCQAQDLKNHQDICKKIIEKDSLINQLAKKYKVKPPAKIVKNSAKGICGLSN
LGNTCFMNSSLQCLSNVTELTEYMIYNTFLQDLNEKNPLGTGGRLACNYAELLKELYESTSTSVAPWNVKKIIGQQAPQF
NGYSQQDSQELLSYLLDGLHEDLNRIKKKPYIPDVEYKGQSDQEFADLYWDNHKKRNDSKITDLFTGQFKSRVECPECNF
VSITFDPFVTISLPIPSKEFVQFQFYLIFRDSKQTPLKIQQTLQSTQTAGEIIEIISKLKNIKAEYLKFYSLQDSAIIDN
GISSEQTIKQIKESQATTFLYEEFDEKIDKPISKYDSKIKSPYHQVLCNVRKFEENRLNQQNYRISFTRICYVDSQTTYQ
ELHLIIYQIFRTHILQISDITSNLNLNKEFEQFLKNIKKCIYKDEFEEYQELLKLKESIYQLQDDNNKLLPFTEKQIEGN
GKPIILNAQFKLRAELLKLNRCVDAEFTLQLPNQSSMQAITLNDCLNQFCSEEVLGAGNEWYCSKCKKHQKAKKQMQIYK
APQIMIMHLKRFRSSRVTQFYGTYSVGGVTKIVQYVDFPVENFNIQPFILEKESQQPYVYDLFAVSNHYGGMGGGHYTAY
AKNPMYNAWFDFNDSQVKELRSSPVTDAAYVLFYRRRKVK                                        
>Ptet_A0DM99_A0DM99                                                             
MGRKNKKKGGKNKRHQPPLPPLGEDFKQNLYLEGIKYLTIKALEGINKLKLSKELFLQKQVKEAYLLSKSWLETWKIHVG
YDAVFKGEQPGGKKYGRQQIGEMNKDIVANAELFHSAPELYFYFDSPLNDVQPVKDYILITQDVWEFFCEKYKGKAVKRI
ANEQGEFNLMIISPYVIFMTQDKLNEIGALNQNQVTNSLDLLRMRKAQMFSEWKFRDLETYCQQIMENQDIQIWLMNPIY
EQSQIKLQLIKAVHQNKNVLLGEQLLEAEYQQLQLSQFLKNHFILVVFSNKVEISQLDVKFELNQNGCCFNCGSKALLNY
SCACKKNFIQDNAQKPYDSQDDDDFDAITYDNLSTKQGVGLTNLGNTCYMNSSLQSLFSATHLQEFLSNKQYWTQNTIKR
NVQLNYKLEKLLKNLLTQNKAFSPYSFRQQLARKYPFFGNNFQQDAAEFILYLFDALNEELIQKDGNQKPENELQQQLDL
GDGDKPEPEQANSDSEDDSSEEQENSEAKPAQQQQMQFHKKQINNDNYEQAQELIHKLNSSFILKNYLGITRSEIECPIC
EQKTQSYEQFLILPLSLNATSQSKHLVDVFVISNDWYKPYEKIVYEYQPNQTLLLEVKRDIGEKLGIEATYLLGAFCSNS
LIDTYLFHDEDHLSKVLNDNQNGYFCLFQLDQSIYSITDEDQYFDVMIYSFEKRNAFSYQCEYICAAIPKILIIKKQFTA
VQIYQQVWNKLGEHSKSDQLMNIQIDEPQQENLLNSQQLKEILNYQVIIQTRLPSKIPCPFICGKQFKKDQKPHSCELPF
NNSTTLHQYLEKINYANAHTSLSIEFLENAIPNTLRIEFEPKTNYQKHDKSLNVLNLIDNFQSKEPLMDENAYHCTICND
LTFAIKTMSLQKLPDQLIIQLKRFQYDEHKGFQKNNILVTYPEDIQINQIDYELYGVVLHFGGLDNGHYIAYGRRQKKWI
EFNDDTTKEVKQNDVINDKNAYILFYQQK                                                   
>Ptet_A0DJ71_A0DJ71                                                             
MFICCKTKNKRAKQSTHNDSEVRSFSKENHQDEKAQNPDQDRNSKQNSNEANQTEDSHKEILNVVNQIKAYRDLGQVKES
VDLEKLFVNGLLAEDLPIVYFIEYRWAIQYTGYLGGMKKAPPKEINNNKILTDDHRTQDTIHITIDNDPQLLPGIQPERH
YSLINERAWKFVHLLYGGGPTVTIDLDNAKLESPQNEIQDSRLVNDKECLEVQPIDKINNEPNGMLPLQIGTQLELINDG
ATHVTATTILPIRQSRDPLLDFKLSCNNIEDIDKSASGNLLDWNITGQTNKVKIFSKVPMELPIIGFHNPKYNCYMNAAL
QCLLSIPKFIRKILKIQKQSNRQFTTACQDLIRLIQGTIPGQSINLDLLAFICQQKFKPTQQQDSHEFLLFILSQIQEEL
IGKKNSEKQEFLSATEAWETYTRRNPDLITELFTGQISNKNYCLKCKKTCEVYDPILDLNLPIQNTPGLQEIKLMDCLKN
YFKEEQIFNDWQCNLCQYKNKFLLRQLQITHKPQFLIIHLKRFAQVPRNQKIQNEISYPEILNMKEYCTENVVNPEYKLK



GLISHQGQINSGHYKAYTRRQNVWYEFDDDVVTIDKKNRHLTDKGAYIIFYEAL                          
>Ptet_A0D513_A0D513                                                             
MSVSQQVADKLKRQALDFQVLMDSFQKRFQQDQNNQFYILSVKWLNLWKEYVSYEELLANKNPSRNFGKLNMDLINLDLE
DKVERCLKYYPINTHPWNTFMKENLQENIDYIIVDKDIWQFFTTYYHGTPIVRMSNGTGIEKTVAVNLLKFKSTLLYPSV
IRQIAMDRVQKQTFEKLNLQVDRSMKLKDYYNLLQKTVPTFTGNFAKDDNVRIWRYHSDQKDIQKALFADIQKQVASLEM
NDEMSFDFNGDYIHYSIYETIEDVGILDNHLIIIEFKDEIKPWCIRNKAVQVEGKCENCQILKILNHPWCNAKAKDYNNH
SMRCEKFGSDDDTIKGLTQQPNSIAGLAGLSNLGNTCFMNSGTQCISNTVPLTEYFLSNQYFDEINMDNPIGTKGQLVKR
VGSLLKKLWYGEKSVVTPTNYKKAVGQFQPMFKGYHQHDSSELITFVLDGIHEDLNRVKKKPYVETKDSDGRTDFVVAKE
SWINHLARNQSIIVDLMYGQYKSTLKCPKCARLSITFDPYLMVQLGIPSQKKRTISFKYFDSFFNSTFKVIPFDKNKNLT
LKEYYQVLGEELNDKPQNLFAYIANQYTSFELLKESRSIVEIRKSAKRQQLCFRTLSDQEAQIQNKLPIQFQNKYQDFQK
NSYFQNGVFIFDGSNTRKQMHLQIFKHLKPLFTDHQDLDYETNVLNKYYSLLYKSNSNYWNPCSYCSVKNCNDCEVKFDD
EPLEEIKKKVVTSDSQGLFEIIILWKESPYKNVKLGDIFDHYRSQNKFQIEQPQQQTTPFQNHGHSNQHSGSVSLADCLS
FSQQPEQLNSENTWFCKVCQEHVQAYKSMQIYKAPQILIFTLKRFKASNRMFKQKLETFVDFPINGLDMTDYLINSKTPQ
EYENETEDDNGENNKQRVIYDLYAVSNHFGGLGGGHYTACAKNKYTKKWYNFDDSHVGEISEQQVITKSAYVLCYQLRTD
ESKNSQGQTIQQE                                                                   
>Ptet_A0D4J0_A0D4J0                                                             
MQSSQQLQKPLDNAILQQERRNGYSEFDIRQAWNASSGNMSLFQQLLQGMRNQSFIMNPINQQFNDDIQVAVAASLTLHQ
QYMPIGKVRQNYVPCGLLNVGNTCYFNSLLQTYYFIYDFVSSIVKCKFDHVNLSNIVDKRVVNSIELVKNLQSLFVLMIG
SDRQFVDPKKVILSICDDFGKALPIGDQKDVSEFNNYFLSRIDEGITYLTQSLQKTSTSQSQQSIKQQLPGQSIVQFPTI
HFPDSNTNSMISQKSLLIRQSSVIAENSMVFKLFYGKFSPQIIRKGQASKDCQQEMFNIIQIDVNSKSLFEGFDKYMNQA
VEYKNEKDEYQQAIKQFWIQSAPQVLTFQIQRVEYSKEFGSFTKINSFFHFEKEIYIDRYLLSNQKLAKDIQTQNQQMRD
RLKKIDQELATLTQFNGNIDIIQNLETTLQFLKLQNSNEKQHQFFVDSSDNKASIKSISEYHQHFIKKRDCLQKERKEIE
QKISESYNSLKKQKYILQSILMHEGNPDAGHYYAYIYNLDDQKWYYFNDINVHEEVEQNVLKNAFGDQSNSKSAYLIQYV
KEDNAKFAQNSMVKLKLFSTSEDTKKYLTDGYGLLLSKQQREFLNQDNEKLKQEVEQQQLMNKIEQIITKYQQYLEIANE
KQRKYQQKQYPPFPVKPPYLENYSMYLKIKPDERLFKWTILDNAIIKIMPETGGLFSQPGLKEIVKTQILEELNKLGNNK
VQHFPTAQEYQTSIEEYKSALKLQCMIQYLLDQYNNNNFIEALQALQKYMKLAKHTPQSSFFYTVAINLKHIFPLGIISK
MMQNKSVTEADLKSLKLVIAFQMQEHFLYTEPKFWNGQLQNLIDIAIGTFGSNEKWTQEVLKPIIQNKKDTEMCSLLDAA
SQNIDEYIQNLQSIYLEQQFENNLEDFLLDNSMNILQRFFLTKGIQILFESIQKSPTILDKKVILKIVEDNPQNK     
>Ptet_A0CV10_A0CV10                                                             
MDMKKTKKKPELSEQLFVGNYVDVYHQGSKQFKLAYILQRTDKEIEVTYDGLSKKENEVCFCLQTLTRQLNYSKIEYNLR
GDLLQVSNHLNQDYTGDDYRQQKTARDYLKYSREDCEKYTKELITIMQTNFQGMTPIEITQCVRVRQFIYLDMVLSTEFQ
PKELPIALEYIKTYYNFIKWYFDQFPKYFADFMRHMNNNELFIIDERASIASCIQEVSEAFCMLFGSIWRLLKQENSFFY
QNHDLLQQQIDKFFPVPVYQGFVTNPNIEDWKLYQGAGDIIKCIKRSWSFYLKTMSYFRSIGGLQSWENLLKPQEGGEYT
YIPLKAMQKIILTQQYLSQYFPPQEQSNMAKRTFEWFQLRVANLTIQDIKDTDIDQIREIVQDLQYYFLKGYSLDNLNKL
VDDLQLQMALKFLKSTFLEKRVKGLSEIKDFTEKLKFETNSQIKIKNSTNKDELIKWITQNRILDYTLLGDSVHPELIKR
SSDVAIFLCKNQVFPNDYVDKIWLNNYDKHETTQLALYEFFKAISPVLQFQGIENLYNHILNIPYNKYNENIVSMIRTFT
EAALSQKFHEQQLQLKPDRRFMTFNQLWELLQDRDDQLVGSHIQEQCFQAARMIISQIPQTKQFISQYFGKCFELIGSHK
SVYQAISLVHYFLDKQFKDDKGKRELIQSTDDKYNIIELFVKDIEVYMEKVRQYFKNEEPQDIIINGVQKFSQNVFFRLQ
MLNYLLQQTELKINYDQSVRLWDALAAKTKGGIQKKELNKILISNYYPDISSFKINQTYFDKEGESKFFTQVLCNPERND
YENYTIEDFELFQVFFKSYNQNRQMLKYYGNSIRFIVNDHNFEGKNAIWQIFAKVKDLVLLDQIANFIINLYTQLNLTLD
PKCDKIYQEMMDKCLELIQQQCPSLTTRSINLLLSLFNYFQSGPSSKKSLKPNNYTQFKVQIINTNNQIAIKEYKEGDTT
TVNQWKQKLAEELQVAYQQLDITVDNKQFEQLFDIVETNVNQVFHQMAAVKARINNKNHPKNYLSQEQRTFDILFKLLDK
QESTEFLSQVWDLINRLPTNIQIKKQVENCKDWKKYLDHSFFDMFYVLQIIQALLVNGQWCEQFNNSDGVDLVTQKFLGQ
HLQFQQRPLEIKSCLTYLDILSHQNIKIKEPQIIDQIKHKILEILQELCHYIKTKKKLEAGQKKTPQQKEMNEIETRLLR
RCFTYLDESGCKQYIKQNHELQQQLYNYYVEHENQELKKEYSLQLLNLKNTQESKLLIKILLGDVLKNVITNNKQKCEHF
FEICCNLLLQENNLNIENFVFEDLLSYIKQKLLQLPQNEITVKDQDQILIGLLKLLNVLIDKLPHLSNNNQLFEQILSYL
FENEGETRCKCKSQQSRTAGFNCLSTLLKNQQNMNKFLTNVSPLHSTNTWRTKHLNDWNIQSKFHEKSSTGYVGLYNLGC
ICYMNSLLQQLYMVPAFREKLLKVEDKNTCVQEENLLHQLKCLFLALKHSQKQYHNPKKFCHAFKDLDGNPTNIFEQMDV
DEFCNLLMDRIELNVKSTSDEDLVKRFFGGVMSNEIIGKTCPHYSEREEPFFAISLPVANKKNLEECLQTLVHGDLLEGE
NAYNCEQCNKKVSALKRMCIKKLPDHLILVLKRFNFDFDLMAKAKINDRIEFPFELDMFPYSQQGLRSQENRTNNSNGQD
NPQEYYQYRLTGVVIHMGSADSGHYYSFIQDKNDLNKWYEFNDIIVTPADMQELKNDAFGSADKMLKLKYPPQLKDKSKS
AYMLFYERINPVNVAEQTQQIDVELDQKTVQFLDEIKDENRKFQIQRFIFSPEYFAFMQNLIKFQLQQLQIQDQIVRTLV
YFYLTCAVRENDKTFVSNNILDIQELLRKSPITSQWLLKCFNQPQYIREFQFDCSKKMVRKFVISMIITAIETVQQQEGY
KDLYEIVDDKPKSLVASLINAWIQMIPELKKSLKNSVEFYDLFYKFAKLHKSNAQYLILKKLVGKLLDLAIDVFQINSNK
TLIPQREVVKRMDDVKVIKFTDDPGNYLGQQNYQNVDVASSYYDELLEKKFEKSMNSGPSTSRVYMWRVIAYLIKGEQKQ
FLSTEELNLLQFDTQFISFLLEEGDCKLAIRMISDILSVISMDNQKQSDSVIASIIKQVNDKEYKEYRKYLVVLKRLFQM
KDQLQVQRINVGMSKLLDAMQKQGQYFLETDVCQQYILRMVSKNQLVHQWMIKNQRSWQWVIEINNSQPHPNDRLIANNQ
IPQKCLHRLHNIYLPNTSQAYAKLLSWKKLQYLNLPKEPFKPNDDFDTDDDLTEKNVKVDDKIDFYDQNQWITATVSKVM
GDYIHLTFSGKMAPQNMDIELDNERLAPFNTLSNNNKIPGYNNQSYEMVIEHQSDHDNDTEEGNNNSNNQTDSDGE    
>Ptet_A0DC95_A0DC95                                                             
MQSEKQNIIQVTDIEAAKLKNQALEYQILQVALSQSFQSDANDEFYLLSTKWLNQWKNYVSYDEIVADKPPSEYFGRITP
DIINNDLQDNVLINFKYYPLSNHPWNKFIKQGLQEIFDYVVIDKKIWKFFTDSYNGIPINSKLADVNLLRFKSILLYPAI



IKQICLGRMQSPTFDNEVMQVDRNMKFKDYQSLIQKTVYTFVGNFAKDSSVRIWRYITDQKDQYQALYDEINKQVCYLES
QDEMSFYFNGELLTHQQYDSIKDIGITETHLIVFEFKTEDQPWCIRNQAVQREGECQYCHAYKVLQFPCLCQKVAYCQEE
CKQKDYKSHLSNCEKLGSDDESVKYLTLAQSSIKGIVGLQNLGNTSFLNSGTQCISNSFPLVEYFLKNLYFDEINLENPI
GTRGQLVKKLGSLIKRMWCGDSKMIVPTDYKKAVEQFYPVFSGYHMHDSAELITAILDGIHEDLNRVKKKLQIQNKDYDG
RPDFVIAKESWLNHLARNQSIIVDLINGLQKFTLKCPTCQQVSITFQPYLIVELDIPTQKKTTISFKFYEDLFKSTQMTI
PFDKNINIPLKEYLKYVGSILKVDSQLFGYIINTDKSYQFLDQNQSIVDIRKRSKKSQLCFRKLTEHEIKMKNQIPIQFE
NQYFQNSIRKSFDQNGVLICDRQMKLKQVHLLIFNHFNQFFSHHNILGYGVYVLNQYYTLIYRTNQNPQNPCRFCYAQNC
DNCEVKFDDETIEQVMNRAFKIDQQVSFKIIILWKQCPLEQVGLSDMFEYYNKLYKLEVQVQNIGNSLINQKSSQRNVTL
YDCLQYSQMPQQLNKENTWYCKICKQHVKAFQSVQIYKAPQLLIFKLNRFKANNKIFKQKIEDLVNFPINNLDMTDYVIN
SNTPNEFLKENESNNGEINKKKVIYDLYAISNHFGGQGEGHYTTYAKNKFTNNWYNFNDSMVNQIMESFVVSESAYVLCY
QLRTDEEQQCQKING                                                                 
>Ptet_A0C0G8_A0C0G8                                                             
MASSKKQKKKINNQLSKKKTIRTNIRKTKCDQLAQYVKKFQNQFKLNQLDSDKQEIIPSYQSIPTSYQLKGKKKFQKKEA
VKGLVGLKNLGNKCYMNASIQLLSNLQPLSDYFIEDFQLTEINRKNPISTQGLATVAFANLIKSLWQMDIQKLTVKGTPI
IIPEEFNKIIGYCNKSFSDNTQQDAQEFLMYLLDMIHEDLNRVTFPIKSVQLREYSGDCNQRELEKQAAETWGDYLQRSK
SIIVDLMQGQFKNSLKCLSCDNYTYKFEPLMYLSVPIPESEECQLIECIKEYVKEEQLTNGNQWFCENCHKLVDAIKKID
LWKLPTILIIHLKRFKFIENGIKKIEQAINFPMESLNLSQCLPKLQKEKPIYELLGVICHTGTSDRGHYYTYARSKENFN
WYLFNDRQVKQVNFTEIPQEDAYLLMYGKSTIPLIKRQTISFPENWPHVIK                             
>Ptet_A0D201_A0D201                                                             
MYQSQQLHKPLDNDLIKEYTRNGYTEEEIRNAWEVTSGNMIQFQQMLWGMKNQSFIISPINQQFNDDIQVAVAASLSLHQ
KNIPDGKVRKENFPCGLLNVGNTCYFNSLLQTYYSIYNFVLPIVKCEFDHIDLQNIVDKRVANSVLLLKNLQNLFVLMIG
SDRQFVDPKQVIHSIYDDFGKALPIGDQKDVGEFNNYFLSRIDEGMTYLNQSLLKSQQPNQEYQIAQSQVYPQKTNQHEQ
NKSFISQKSLLVRQSSVVAENSVLYKLFYGKFAPQLTVQGLGSKDCEEEIFNFIQIDVGNKFLMEGLEKNLNQVLEYKNE
KDQYQQAIKSFWISQAPQILSFQIQRVEFHKEFLTFAKINSPFQFDKEIYIDRFLLSNQKIAREIQSQNQQMSDRLKKID
LELEQLNSFNGNIQIIQNLETTLQFLKLQTPNEKSNPYYVNSKDNKAAIDSISQYHQYFIQKRDSLLKEKKELESKISSS
YNNLKKQKYILQSILMHEGSPDGGHYFAYIYDSDDKKWYLFNDIHVQEETEQNVFKYAFGDSLNSKSAYLIQYVKDEKPK
QNQNQNFKQRLYSTSQNINNYLQDGYGKLLSQKQKDILHKDNLKLKQEVIQQQLIGQIEIIVSIYLQYFDNANEKQKLYQ
LKQYQQITYKPPYIENFAMFLKTKPDEKMFRWVILDYAIKKMIPQTNGIFGPPDLEQNLKTLILEEISKFGQNKPIQPIP
QSQEYQTSLEEYKLTLKLLGMIAYILEQYNNNSLKETIIALHVYMKLAKLTNQQSFFYNMALQMKNLILLGIICKIYYQK
NITDSEILVLKLLIAFQMQEHFLYKDPKQWSKQLLNLIGVALSTYGQNEKQTQDVVKPLVQSKKDVEMCALLDTPSQNIE
YHIQSIWSIYLKKQFEDQFEDFLQDNLMVSLQTFYQIKCTSLLLEKITKSDSILDKKDIFKIIEENPQNK          
>Ptet_A0DL05_A0DL05                                                             
MFICCNSNKKAKRRENQNQQSIQQKPNQTKYQIRVSIEQDQHSTNLTNIEGTSDKMNFSSQDVERFIIDGRKTIEQEREL
VMRLIELPEKTHLIEFNWAFAYSNYIKDERIHPGEITNNILVEKLRNIKELVSEKDYVLVNEQVWNMLVHIYKGGPMLTI
HDLDRINLEKTLRGFSSPPIVDLDKKQNQFRLLSQLPVKEIQIVGLENENYFCYLNSVLQCLMGIRQLNHFLLYSYNQEV
QLFTQAYTFLLKKANKKHYKGRVSPNELIKILEKHFSIYEMHDKELSLKNQLQTTTFIDELFQGQITSFMKCPYCNKTIT
HQEVYFDLSLPLLSKSFIQRKLTINECLSNYFKEEIIDGEWRCSVCNQQSKNIKRGIKISSAPNILILHLKRFQNYPLKK
KIKEPVNIDMEINIKNYCCTDITDTKYDLSAMIVHSGTIDEGHYVAVVKRNQQVIVLTYKQLSFSYSMMMKSKDFHMIKS
LALILLTFLSIIEKYD                                                                
>Ptet_A0BHH7_A0BHH7                                                             
MQKSGSCSHFSKYRLEQIGNLIKTNFTYCDNAKRQQCESDIEKWLCIECGFFGCSRNSDNQCSFKHNQQTNHPLSISINS
FAIWCYVCDNDLETIQEETDNKGQKEKISKFIDNMKNLLFKKIKQNKPTQTIQQFQQVQQQQSQPQTLSQEIKQQATQPL
NYTPKQVFGLRNLGNTCFFNSVMQCLNATESLNSFYLDHKKFNFSSYSQNVDNDEDDDWTTVENNKQIKQQVRPKSSKLS
INQIYQNFLLNSRKSKGLVDPVDLFKSIQAVQGRFRSMAQQDASELLRCLLDALSTGEENTHIGRINKTKTNGKPKRTIV
ENIFGSYLCNYLECLDCGFISRTFDFCLDYTVQIRKPKGLINQRFQEEYQEITSEELKDVIVPYLHNSILVQKNNNPPKV
DQQKQYNLSVVDCLDAFTEYEELNQKNNFFKCEQCAKQGKKSGRALRKFFLYDLPQVATIILKRFQQKSAGRFEKVSEQV
DIPETIYLEDYTILKGEPSQTVEEIKAQKYPYQLYGVVVHQGTMTGGHYISYVKHKENNQDHWFYFSDSNFKEVSLKQAL
SNQAYILFYERV                                                                    
>Ptet_A0C1J8_A0C1J8                                                             
MSNNHQHLNKSFKHSPSTFDQLMRQYHSFGFQKHQILKAWQLCGFNTLTFHEELIRISQEENQNLSEEDLMNSQMQLKKQ
LKDLEEKDLKHAIQLSIDDQNQQPQIEQQDRTNKSVPVGLKNLGNTCYMNAMLQSLFNSLPFRQLIFSIDSKQNQTKAAL
FLLQLQYLFVQLQESNSSFTNPIKLFEAFQKYKPDGMLIKGVQNDFNELQNAFLDAIEQALKDIGDEELKKQFCQMFYGE
SKEILTYKEKEQEVIKFTTTAFGSISIDAQDKDLEKGFLNSRILIIDEYETNSKEKVKAKVDQIILQPPKILQFYINRVY
YDPKQKLPCKNNASFEFPSSLNINQFKASDPKSMSKELQRLDIEEQKVLDELRRYGTSKEDIDENFSKIIKLFKRGEGQL
DQPLIIDDFQICDENTSNQQLISSQQMLFQLENYRNKFVKSIQLLTDRLEQIQSEKKLLLKSDQNMYHLTAVLMHDGGAT
SGHYYCYVLDKNDYKTWWKCNDSVVTKIEYAQVIKDATGVNRPQSNVSGLIYEQESWMKVSKLQITPKLLEQLDEQKIKS
QKTQDLQKVMNRKTMIIQQISNCPLKACKSIDPLSKEFEIFSNFDLFLSINHPNVYKHSQTLSFIKQDLYQIKDQLYIPK
NIDEYVEQFVAQSKLINQSIEMEQASLYDEFLKINSLLQQLPLKDLTQTNFQENVQLFFLILQQIPQKNYCLQLIKGLKG
IFQIMLLKGCFLIDLSIQRQDINQGIQIAQQILNVITDNKIIDDIIFKQIQENLKGSADQAKLISKRQDIIDQFTKLKIK
SKISIILKLMNFKSLESNIQSLQNFQKNGLQLWMEQALKIISTQKLLVQQDRLNAEAIFYFQG                 
>Ptet_A0DNX9_A0DNX9                                                             
MVNPNDQMQKIELVVFWNKSPFQNINAGDIYQYYSSQQYRKQIEEENNNADQENNGKGRMMGKNNQTSYIMNPPPKVTLQ



ECLRFSEQPEQLAEDNAWYCKVCKDHVQAYKSMQIYKASDILIFTLKRFKASHGFFKQKLETFVEFPVRGLDLTEFIINQ
NKPHENFQIEEEQKKLIYDLYAVSNHFGGMGGGHYTAYAKNHFNGQWYNFDDSQVSELEEDQVVSKSAYVLFYKRRSEQE
QTQTLNTQELN                                                                     
>Ptet_A0C651_A0C651                                                             
MFICCASNKKPKVVQTQTQIPPLQAQTKQPKYQIRTSNDQDQHSTNLTNMEGTNDKINLSLQEVEKFILHDKKTLEQERE
LVTKLIELPEKSHLIEFNWAIAYTNYIKNAGLHPGEISNKILYDKYKAKEELVLDKDYVLVNDQVWNVLVNIYKGGPMMT
INDLDRKSEINILDQSLKVFASPSMNDLDIKQAKIRHLKQMSIKELQIVGLENEIYFCYLNSVLQCLMGIPQLNSYFLIS
SQSECKLFSYAYSLLLRKASKVHYKARIVAKELIKVLQKHFSIYEMHDSSELLLFILDKFKEEIFINNALQLNQLQQCQF
KQSITFIDELFHGQLTSFIKCSDCNKISQHQDPFYDLSLPLVGKNFMQRKLTIQECLSNYFKEEMIDGGWTCSFCNQKFR
TIKRRVKISFAPNILVLQLKRFQVYPLQKKIKEPVVADMELNIKNFCVSEVVDTKYELHSMIVHSGTIDQGHYVAVVKRN
QNFYLFNDDEIERLSLNQINRIDSAYLFMYHRKSD                                             
>Ptet_A0CID2_A0CID2                                                             
MSRELQNMKLLLSEIEKIQNIQTYQQYEPIVQALQGVQQYMNESRTNEVGQYVPELVSMSISHIMNHMHYPDQILIMVEK
FIKSVLLYINKNIFDEKISIIFCKIMDPNSIIYQNKDLSTNWHDQFTTYSYTKNNEYKQFVDNLKEGTYVDCIRSCQTTS
RLNWNRAIVEKIQEDLVIVRFLNEQQNQQIFNIKSGYLMPYQSRSQRLDSMFNLQEKQAVLATQNDKWVLSTILNRIETS
HLENVITYTIRFHFQSILDESKENEKNYKGQSSYHDEQLTACNPRLALCGDHIPRKNNSNEFFIDDSYDILYEEDYKTKK
FYAILRPRYSQSLLLIRLINYFGSLGGFEQILAVQSVDILANYMHGLGNINGQLYRYFCQEYVPKLQALKQAILHSDEQS
FRNMGREKINLIIQAYRSLLDRIMTEDQRKEWLQSLGLEFAVICFNGKFLDKKIIGLKLLTDLLKQADQDKSPEFILEWI
ERQGIFESLFHHSTHLQLLERTKDLIKIYLTIDGAFKLKYLSIVWDLMQSNDKEVRSIIFKLFNDIATFMSDYQAQYFLE
QIKQLSKDLILIEHVQLLCKMNKNRINQQHLFSQVIEILWDIIEYVGQQGKTVLEDQSRTHFIELIQFLNDKDIKRQMIQ
KLITNIKQQKVESSSLKVLQQIICTFLPYQKLQQGKYRYQPAEAKNPLQESNNNFADQKQEQDLDEEFIKGLIQQQQVHH
TLRESIDNLYSQNLGINADDPNETTLYINKLQERLILIQTLIMIYGTAADMIDQQFLDLIWNKHILKPVCKLESEIVSFW
LRDLIEKDECFSSIQLNDFYHRLLRSDSHLNENAFKCFKLILYYVNQKDYRIQRQSLILNQICDDHGNLQSTTNANNQEK
DEQMDFQIMVDVKEILGIQYLWHIVLNSSLDSAIKLLVKLNLSQQEQFIKQILDKMNTQDEQIILRCFDILRELLNETEK
LGIGKLLSLDGLIKGESFKININSDIDNAQQSNNVTITVHQSLTIFELRKLIAKEIKTSWEQIKLFRNGIVIQETDNGKT
LKQLSIKKSDFIKVCRRNTKPIPKVPLIEDTKLSPLFLKVIMDLFNQYSTNERMSLDQFAQFGFKASKNESIKQDEKIYE
IFVKYSSQGEYLTLNNLIAFFQDCCLQQQNSQVVWQNLYAFGYRNDLSLMNADDIRFDQTKLPRHYLAQNQQFYQQTRIF
MAGTNKVAQECWKLLCSLPIFGAAKERILNFEDLSQDTSYQLIYSLKIIEYLLQNQEYCRHFIIKQGFMQLQFILNNLQN
QEGVIRKLGQLTILNIFTKYIAAQFRSKYNKIFEIQQHVKQPMSVSLDLIGQLLQGKCQVQDNKAQQKVKESEEFLELVK
QISDLDIKLDYANLLKYLINTPLDINEDRQLIEYILVLITTLIGFNLDNCTNFFIQEINQIKQRYKQLLFAPKQLLIRKF
TINSLYLIYRCQKTILNKSLIQMLKDIFPSLENKDSQCYFDLLAKLILEEKHSDKELANTIILKLYDYEPNESRVTFSTD
KTYIGLLSILESLCIVDSSILTTQLIRYLYAVHLFYLKLIQFQLKSDKQISQNYVKSKSPESRKIVYRLIVQHLKQNFNL
ELIDLQTVLKQIGLYEGFEIKIMPKSSHGFVGIRNLGCICFMNAMMQQFFMTPEFRYCMLRAEDGVDEKIIQHKDNQGFF
NQIDDNPFHQFQKMLASLDLSDRADFNPYQFCLSYKDNQNQPLNVSMQQDAQEFLNQFFDRLDNQLKEKGWQQFIEAIYG
GYLCSQMICNGCQTKREKFDLFYTLSLKVKDVKSLYESFESMIQGEVIKDYKCEQCQQKNDLIKRQCLSKLPNVLIVHLQ
RIVFNLDLYMNEKLSSHLEFPHVLNLSKYTREALSDLEFKQDSYYQYKLKGVVVHQGTAECGHYYSLINTMDDKWLKFND
SVIEEFDINLLSYECFGGKQSEIRQGFQPMGSTNAYILVYERTQKETIELKFSNLKQKQEIMSKFECELEQNSNLVVKMN
YQTMAKQFISEALYGEIQYDNHKFMMERHIYSDEFFRFVKEIAEAYPFPPQYQLITNADQLPEYYGIYSNYQQVQNGEQV
ADLLQNLTYIAIELLSRSSDHGSIKDYVLVIINLINIIPSRIIQIFQQIIIQRQNRVFEVLLCAPNYQVRQAIQQILLHY
INVITYIHAFMLNTSLLFQFDQDNSEDQFERSIVHFLVNLLQKLQNDVAKNASKFAQYFNFWKLFIQSNQIYVFFANQIE
LVSILADFFMEKQSPRGLENNQCYEFLYDQKIPIANLNVVPFYSPLFQCINYLLQNENYQLTKNDRICIESINFYKKALK
ECQDFDTLQSIILKVVFNNLTLSRGIIEILLEEIQNANYENVGPFLKLVESILNIEDNMQQDRIQWILGYPQPCYSDNFQ
TGCSINLSQQCITYLTQIGCQNETMSILNQLFSNRQVFLNMAIQMMRMLLNVMNQNKAVFSYIIYLPPPSYLYAKYTDWF
ETFLNEFKQDCIKYPAMTDQIFFNREQELEQTVKLWEIFKTNFNHMTQLRLYDPMQQNYIIGNILETGSVQRETQVNNVY
LETHESLVYFIKSNPNRFSNKAFPQAILKDNIFIQSSKIEPSSNIFFILNSDECFQQNQGFQQSIQRPANILQERNENIC
SNEIGYNEQQQVNDDFINELQSNNNSYQNQNVLRQRQVFQQYEQDNKQEQQNVECNLQMQVDQLLKRFMINNQTDQTVLV
TFRIIFYPDSQINFLQVSMNIQISYLCMQDCSSIQCIIFNNYHENRSFDGLGKF                          
>Ptet_A0EG52_A0EG52                                                             
MNTEQRFQPKLSRILDVNYKQIPNKFRKQATQRRIQQNNQFETESQGLLGLTNLGNTCFLNSSIQALSNTQPLTDYFMSQ
LHVKEINPDNPLSSQGNIVQSFAQLIRLLWQKVDQYTLEEIQALKPTQFISTIGNYNPIFAEGTQEDAHEFIAFLLDMIH
EDLNRIKKKPYVEQTKFTKLPTNDDAHQEWTKYLSRNQSIIVDLFQGHMLDTLSCLTCKSSRYCFEPFMYLSVPVLSREC
DLLECIEEFLKTETLTGDEGWNCTKCSQRRDSNKKIDLWSMPNILIIHLKRFKFNSQFRAKIRSLVRYPLQNLSFENLVC
TKQIEKPTYDLYAVINHSGTLTSGHYTAYAKNRDDLQWYHYNDSLVSPVSQPENQSDAYLLFYFKNSVEEFKRQTLEGVN
VSQQRRSIINTIVVKQTMLNVHSQQSNSNISENKRNNNNFFVPSISSQAQKRMLFRRQTKHFQIVKAQDQPSFQQDSIII
QEEN                                                                            
>Ptet_A0CHP4_A0CHP4                                                             
MIIFDSQMKQNENIEDESEDKQLYVPLFPMRKKPSIGSSQISSQSTSQSTQMLTQYRSMQDSNEKRELEATIIKELMKDK
RSNQFYAVRENWISQYKQYLYQNGERPVNEAVWIFFKQEYKAQPDIICKQKHSRSNDKRSKTVEPQINRQSVSTTQSNYE
LPLIGMKNDSYFCYMHSGLQSLLSIADLNYFIIKYIQRIPKEKKRANIVQYTSAYFDLIDQIKASTIPVKINALKTLIIN
QFHPKNQHDCHEFLLYLLGHIEDEILNFNKDTKSNYINFIDQIFKGKLQTGILCQLCNYKVKQIEPFLTLSLAISQSKTL
EQCLEEFLKEETLRDYKCTKCQSSCIKSLQIISIPQILVLHLKRFQFLPQCHKNNKTITYPMDTLKFGNQTYRLRAVIVH
TGNLQSGHYFTFAKRYHQWFLFNDETVKAASKKQVLMQSAYILFYQINENP                             



>Ptet_A0D9Z2_A0D9Z2                                                             
MDKCLDLIQQQCPSLTTRSINLLLQLFNYFQSGPPSKKSAKPINSTQFKVQIQLQNNVIKYMEFKEGDNTTINQWKQKLA
EDLEVAYLQLDITIENKPIEQQFDVVETFVSQAFYQLATVKVKINNKNHPKNYLSQEQRTFEILFKLLDKQESIEFLSQV
WDLINRLPINIMKKRQVENCKDWKQYLDHQFFDMFYVLQIIQTLLENEQWCEQFNNSDGVDLITERFFGQSFQFSQRPLE
IKCFLAYLEILSHHRIRIKEAQFIEQIKSKIIESIQQFSLYVKTKKKLEAGQKKSAQQKEMNEVEFRLLRKCFQYLDQDG
CKQYIKNSELNQQLYAFFVEHENHELKKEYSLQLLNLKNTPESKLLIKIVLEDVLKDVIQNNKQKCDHFFEFCCNLIQQE
QNLAIQKLNFEELLVYIRQKLEELPFNENTVKDQDQILIGLLKLLNVLIDRIQQLSIHQGLFEQILSYLFENEGETRCKC
KSQQSRTAGFNCFFTFKFLNEVSPLHYTHTWRTKNFNDWNIQSRFHEKSSTGYVGLYNLGCICYMNSLLQQLYMVPAFRE
KLLQIEDKSTCAQEENLLHQLKCLFLALKHSQKQYHNPKKFCHAFKDFDGNPTNIFEQMDVDEFCNLLMDRIELNIKSTS
DEDLVKRNFGGARLVLTIQKERNHSSLFLLPVANKKNLEECLQTLVQGDLLEGENAYSCEQCNKKVSALKRTCIKKLPDH
LILVLKRFNFDFDLMAKAKINERIEFPFELDLLPYSQQGLRQQENRANPENGQDNPSEYYQYRLTGVVIHIGSADSGHYY
SFIQDRCDFNKWYEFNDIFVSSADVKDVKNDGFGGVDRLLKTKYPNQFKDKQKSAYMLFYERVKPLNGKEELMDIEFDQK
TSQFLDEIKVENRKFQIQRFIFSPEYFIFIQNLIKFELQSNEVSEQIVKTLVFFYLTCAVRENDKTFIQNNILDIQELLR
RAPNTCEWLLKCFNQYHYIREFQFDCSKKMVRKFVISLVVTAIETVQKKEGYKVLDEQVDDKPTSLVASLINSWIRVLPD
LKRSLKNSIEYYDLFYRFARLNEQNSQYLISKKIVGKLLDLFMDTMQINYSKLFIPYKESVRKQDDLKCKQFSEDPNSFL
GQQNIQNVDIASNYYDELLEKKFEKSMNSGPSSSRVYMWRLIAFLLKTQGKNALSMEEQNLLQFDNSILMALLEEGDCKL
AIRMISDILSILSQDNQKQTEQIIQAIIKQINDKEYKEYRKYLVVLKRLFTVKDSLQQMRIHQGMSKLLEVMQKQSQYFF
ETDVCQQYILRMVFRNQAVYQWMVKNQRLWQWIIETNNTQSNPNEKLISNNSNSQKCNHRLHNIYLPITFQAYAKFLNWK
KLQFLNLAKEPFKQNEDFDSDDDLADKIVKVDDKIDYYDQNSWITATVSKVMGDYVHLTFSGKMAPQNIDIELDCERLAP
FNTLSSNNKIPGQNNQEMAIEHQSDHDNDTEEGNNNSINQTDSDEE                                  
>Ptet_A0D2C8_A0D2C8                                                             
MYRTTNSAYGSGVVTRNKEQMSQKAQDVDPIRIGIENIGNTCYINSMLQCLFNTPAISTAMKQYKDNKNSTELFKQFYKI
WFSIQAGIEPEHNDIIQFKKLMNQHREFDNFNQQDCIEFFHVFLDIVNTGFLSQPFYGQLTYQINCQNCNNSSKQIEQFI
NLSIYIGQSCRLSQLLSEYFKPEQLNSQEKCKKCQKTSPLIRRSNLSSAPLVLVIQLKRYDSRQTRSNNAIEIEQNLILK
GFCDQSPQYKLYAVINHQGYSIYSGHYTCLIKGKDCWYNFNDQRVSEYSNKVVDDELQKSQNSYVLFYQRQ         
>Ptet_A0BUD3_A0BUD3                                                             
MLIKTKGDVDDNNLDRMNDDETTNLEVPQFPEFKHPGQGKQVLMRPASKQFLNSPSKLEDSLSGSTKITQVNSAGHAYDY
IVNHFLQTIKKHLNSPQRSEVEGQIIRTLISQQAKLQYMLHIDWAKYYTSYLQHINTKVPGPINNQPFFADQSSIDAIYK
PNLKQDVDFVLLNRNAWMFIHSLYGGGPEVSLQDYSKGEGFENSTQKPTLSRVSSMQSGLMDTVSYMSITLPFQKSQFEL
PPIGFYNESNYCFMHAALQTILSVEQINCWMMNEGKKIANQQSDKYRWLNAYLEIVTIAANKKAGAFIKIQLLKQLIKNK
FDPRQQHDSQEFLRYFIEQLTVEMQGQFKYDQPITEIAFQGQMMSLIKCDQCNQQSTKFESFLDLSLSMNKLQTLDKCLR
LFFAQEILSDHYQCENCCNETRAVKKYVIGTPPLYLMIHLKRFQVYPNRIKLNGHVRFPISLDVQEFCSIKAKYKLRSII
VHQGTSERGHYVSFSSRQDQVYRQLLYYQWYYFDDHKVYLVTEQDVLQQQAYVLIYEKVEEYLIDMQ             
>Ptet_A0C102_A0C102                                                             
MSYQEKKDVTDYLVNVLRWTRDQVEDFGPQCQWNKEKMIQTYNNFYVPNIQQGRPQAQKLYAQDIQQEMLNQNDIDDQEQ
LKIGLMASQFQQDNTPIRDRLKHDYYPVGIQNLGNTCYFNCLLQIIFYNPNLVESILQYKQQENNQPGDTLQQLSQNFMT
QLQHVFAQQMLWNQKYLKPSEFYDAVMKFEMQKQNYKIVQNNEFRDLSEYFNCFMELIDQTLSRNFNKLNDQINFFYNED
LEKQYIIKQDKQPQLQWHIGIQNKQIYNFLYKEIIENKNFIKQLPHNLIFTIGRTDHLNKKIEEEFHFPQELHLDFVLRD
QQATEHVQKYINQQLQTYKDYQQLKKQVDAFEKVVKHYESLPTFDTFILNSLKFEHKQKIQEMKQYFPLNYHLLNQELQK
NSKHLYQLAQIVAHTGSINQGHYYLYQYNFHMKKWFKYNDTVVVIQQEQEVISDSIKQGNILIYINQEQKKKVEQYQKQL
YDIETIKKARGVQLLQYDNHPYEYLSKIPLKIRKEVITSNETFQNRYNEQHK                            
>Ptet_A0CZB9_A0CZB9                                                             
MLSVIFNSEEGDRAEILLAFYDFDQDGKLSKSEMEFFIHENRQYLQKTDFEVSEMQKGMFKIWIDTNFNLTRYFEIFELL
PGPLKERERIKEMLQSTSASSQKYYVISYKWWELWRFYVNYNFVNNPIRKIAHISIVDIEEMEEQKIIAPQQDDQGVQGS
QFEEKNEDLYHPGLTFNHGLHESLHGSQFYIIENQTSIRPGSIDNSDIQGEYEGELKTNILNNHDYLILPEAAWISLVQW
YGCYNNLAYKRRSFHDERTKTQIVDLYPPVLQGYITTNKGELSFRRSYKFMVNLRKSMRQVMNKLVKKFKIKNQYDYQLY
YMKVNESWTLVEDMELKLLDLQIVSGTFVTLVLKGKTPKSVFQQVGCGLGQLYDVQHPTSNEWLLCIVNGFSEDLSVIRF
HIQKESYQRDFSIPATERSIRIYPPNSKQKQEPNYFLIPHHIGLLNLGNTCFINTVLQCLINTPVFDDYLYKQAFKSEIQ
KNSKFTYLIEELSKVAIRLKDQKDKAFAPEQFKKAIDHNLPSFSGFEQHDAQEFLNMLLDTMSDELKKNLQKKSIVQSNI
NNSFEQFETVVKELFTGKTVNTLICQNCQYKSQKFEEYYTLSLPIPINDEIPIFIILFKKCQSLQSEIPPLDKYGIKVSK
YALLKDLFIAIEKVTGISQQRFELTEIYRNQIHRQFGNLNPSIPIRQIGLKANQLLHVFEIAKVVKDAEDEFQELMSMFT
YRKENFQTSDYVDIEDRLGDWRHGQITQIIDKNHEKNYKVQIKKQNQYPNVQTFHQYQLQPFRSKVQTQKKFNLVTVTNR
YFNKATEQYEKFCFPFLILVPSSHLTLNEFQALIYIQAKRFIDFGYLKKKSCIQKMQKEKVQYYNGAQDISNDLHHSKKY
NAQSVYLGQAEMRKSSYRRTEQDLEPNQKKINRPNYESIQEELNFIKSNDFPYKIKILDQNMNCIACEKSTANSSNRYNV
CTGYSCEIDPMFLQLPQNYCIVLDWIDSLSFNFFSTVVSHHETYQQLIENKNNRKDRVTPDQCFSILTQEEKVEINCDKC
QSKQQAIVKLSLGHTPNILILHLKRFQYRDGYLEKIESDIDFPLRSLNLKQWQIGQNSNKIYDLYAVANHFGNGQYVGHY
TSYVLKNIDQKDVWVHCDDDQIKPQSAEKVVSQYTYLLFYRIREIPTSSLLNLTYNH                       
>Ptet_A0CMR2_A0CMR2                                                             
MIDEIKKKVKYNQQCPYIATICRHMLDFDFEKLCSVTLSNLNVYVCLICGKYYQGKSINTQAYIHSLEQDHHLFMNLQNT
KIYCLPDNYEVVDHSLEDIQYNLDPKFNNLKELDDNVEESRALDGTTFLPGFVGLNNLSKSDYFNVVMQALCRIKPLRNF
MIFLQFQKSATEPFDYNCLLSQRFSELTRKIWNPRNYKGHVSPHELLQAVTLKSNKQFKIGQQSDPMHLIIWFLDNLKKE
LLHINKINTIISDCFQGELQYEWYKPLKNAIGYQPIPIIEQKSFFYLSLDLPSTPLQKDGSQKALIPSISIQELIKKYDG



FTNTDSADGRRRYTITKFPKYLIIHMKRFIKNNFFMEKNPTIVTFPLNDLDLSQCLNLEQQNVKYNLIANICHEGTAKVG
IYKIHVKNEANNQWFQIQDLHKQNIVPQLISVSEAYVQIYELQQQQQ                                 
>Ptet_A0CWG6_A0CWG6                                                             
MEKCYKLIERQMYAEALASLTQILKREIENPQLETIYLIQHILSQSQRYKNLQIKILEIVKQDENEEEVDDDKYFNLVLD
LINLYIDQNNIQQAKNWSKQLKKYVQGIQYNESLLYLVENLDSMLQSKQKNIDLKEQLQTYEELSELERKTKYFEQDGMP
AYLIPTRWFNKWKSYVTDTALELPNENLNIEKEIEVLENIFNVSNDLDIEEQITAPGPINGFQLIQAQSTLELDPFGPKS
YTNYILKENIREGADFILVGHKILEYFKNIYGGFEIKRLIVEHSQTHQKYVDLVPRMIQYIILPNEEKHRIRLITANSSD
LILDLCKKVNRILKLNNEVRWWKFNDSQSQQDFIKNLQRRELYKQISAKVLEKTTMIDEINFSSSDLFICEIKYGRDWQM
SEIDTKSMSSFKSKINISDVPKIINDSRKGVTGLQNLGNTCFMNAALQCLSNTYELTEYMVSNEFFQHLNCDNPLGTKGA
LATAYAELMKIMWYGNNSAVSAYDLKRVIGKFAPQFYGYGQQDSHEFLSYLLDGLHEDLNKVLVKPFVKEVEITDETDFE
ASRIFWNNYILRNQSKIQQLMVGQYKSTLVCPNCHRVSKTFDPYMSLSLPIPSYTLIQLSMYFIYQNGKIPLKIQLNLTS
DQDANYIGQELQKSLNIEQEQMNFILLKDHLIRERVKRKQNVKWIQEHEGQLFIYQVEKEFHQLSDDQVHVDFFYCNKTD
RSNVNEQIISYPRQFVLAKQKNIIDIYFKIYQQFKPHLILVIQELADSLLNEGVNIEEYCQSVPETLEEFIEEMKQFKVE
LYKLVHNGKTLEYLNQDTIENFKQKSLSIHVFLNPLFGKSGLHNLKFQRCKDFNNEQNRQLRKGEYTLEDCLRSFAKEEV
LGKGDEWYCNRCKQHVQATKQMEIYRAPQLLIIHLKRFRSGNNRISSYGGFFYSGGSQKITTMVHFPKKLNLNPFVLSKV
NDSDPIDYNYELYGVDNHFGGLGGGHYTACAYNQLINKWVDYNDSSARLTSAEVESEAAYVLFYRRIDSQKCSLGR    
>Ptet_A0CLR5_A0CLR5                                                             
MLPLIQNHHQLKFDVNEVDMDLGVKGSHGFVGLRNLGATCYINSLLQQFYMNIPLRKGILNGQIMITEMKAPLIFDNINA
VDSPILQRKMADHTLHQLQLVFIQLQESVKQYINPHQLIKTLKGYDGEVINVVIQQDCNEFFNLITDKLEQDQKFTNQSN
LIHQILGGTLVNEIKSLEPEYDFRRENEEPFLTVSVDIKHKKCLEEALDFVCQGGCS                       
>Ptet_A0DMZ0_A0DMZ0                                                             
MQSYKDTDNNSENLNEEDKQCNKDYKLSSSINKQVPQFPQKKAPSYSNEVPQILKLQNQFRNAQGNTRRELECQLIKRLV
DLKKNSDSDWYRLNGAWAQKYTTYLYDNSSTLPGPIDNTDLLQKKNLVMNADFYVVNETVWKFLLEEYSGGPEILDEKIP
PSPSSNASSTTDRAKSVDISIVSYISQLDINPEIPIKGLKNELYFCYMHSSLQCMMCIQELNNFILNNINRQHIQSMPLC
TNYQELLRQLKDTQQDYIKINSLRNSIAKKFNPKYQHDAQEFLLFLLSSFEDEIINFNKKNGQQQTILPNVIDQYLKGKM
VSEIHCKNCSKKSQILEDFLSLSLALLKINSINQSFDEFLKDELIQDYKCDSCHKKKTAIKKTRITKLPQYLILHLKRFK
FFPKQNKIIQHIKFSLESSFCGIKYSLVGIIVHSGSLEQGHYYSFCKRQNKWWLFNDQKIKLVNNNDVLQQQGYILFYQQ
LL                                                                              
>Ptet_A0C8R6_A0C8R6                                                             
MLQQYLNMGFTYITDLQVESKHRDLGCAFKENVQSPIKEQSQSQILRELSFDVLTPDQRLRQKGKPVGLKNLANVCYLNS
LIQTYFHNPIFVKEILSFKYPVQLNFEDLLNKNEAKAKRIKSSIDLVVHLQRLFAYLVHTDRKYVDPYRVFLNVVDEFGN
RFQLGDQKDWAEFNLQFITCIDEGLKYHENKIMDAEIQNKDESGDMHESDQYQNEKNKSGTTLTRSMILLDENKAKLIEQ
QPLQSQPQNQTIINRLFFGKTKEYITHPNQRNQSEEQEQIFLQIILNVKNRSLYQAWEANNSFLIEGYRNGSEVIEVAEK
TIWITQIPDSLLFQIQRVGYDPERGLIKMNDEFRFEKEIYADRFLLENRQKVIETQQQLNELKIEQAKLLFQMDKYQNLG
GISMLTILNTATKYVKEVKPDDEIMQQRIEQCRLSIQMILQKFQFQLDEINQKIEDLYAIMKKYKYFLQSILIHEGAAES
GHYYTYIYNPFLKHWFKFNDINVTQVSEEKVLRDAYGDGKSKTNAYCLIYQRSDHFEPQSYSDYTNNSVYAQYIQQNLYE
EVTNDNKKFSIEQKEYELVELGDLVVEIYNVQFQQVNEMARKFKNRNGNPLNNFPTYLRTLLDQMNDLVKWSILDYAIRE
ASQGKRNLRDYQEQLIFQQRCISIILILESNTILNN                                            
>Ptet_A0CF28_A0CF28                                                             
MHFRGLENLGNTCYMNSFIQALHLCSDFRQQVLDFEINRIVVQLKDYTQTKQVGNKPNIGLLLSLQKLFALLSFSSRDSI
NPIQFRMTLPDQFKNNYNQHDANEFGKILLDEIETSLKKLKIYENLIKDSFQGQIEWTIECLNCNQIVKTQEDILDLSLS
IPNANSIRLEELIEQNCKPEIMDGDNQYQCDNCKAKTNAKRHFTIKNTAKNFIITLNRFDFKHSGNAKILTKVDIPNRIQ
INQQNLYLQAVIVHSGAQINYGHYFTLSRYTLLNDEQICRYPSIQTALQNLYVQQTPYILFYKTDYPYQVAKMKTTFLKN
IIDQDNQNFLILKQQKQQQQQQMFQNQQNFNQRNDDDEDDNGQQGSQGVQNRIIF                         
>Ptet_A0BMR9_A0BMR9                                                             
MKFPRNDNDHEDSDDQQITGISQFQANKLKQQAKEMNQMLLQLQENFEDEDCDKYYILSKNWFDQWKQHVSYDQVVNGQA
PDKKFGQTMLQNYNNELLEMRINECFKYYPLNSNPWNIWLKPNLQEDKDYIVISQQIQNYLNQNYRGPQIVRNSVGQGKD
KKVVVNLFKFNAALILPNTIIQIAQDNLTQFEKEYLQADENCVLKDFYALIQKTVHTFRGNYNNQNGVRIWRYKNQNDPH
KALFAEIRKQVQDLDFNDDQVFDFSGDPIENSADITLKSLKLTDNDLVVIEFQQSFKPWCIRHPSVPIEGKCESCGSISE
LHFPCKCKKVAYCSEKCKVNDERYHLPKCDPCGSDDEQVKNMNISEQSVKGVAGLGNLGNTCFMNSGTQCLSNTYQLSEY
FITNKYFDEINEDNPLGTNGQLVRKYASLIKKLWCGDKNIVIPTSFKKAVGQFQPMFKGFQQHDSSELITFLLDGLHEDL
NRVKKKPYVESKDNQGKPDFEVAKESWQNHLARNQSIIVDLMHGQYKSTLKCPTCSQISITFDPFLTCGLSIPSKKLKSI
QIKAIKSIVQIETKYINFEGSKKTMPLHEFTKEQIIPEFKIDPNQELIYYTSYSNDIQDLIDPKSEINSVRKNSKRGYLV
VKPLSEEEKAIPLDDRIYLSYSQKALDGFGQQYKRTILQQFYVIIEKEHTLKQIHLAIFKALLPIFCDLVSITDLQTPEQ
LKQYYEDNIYQKYYTIQFKSPSTYWQSCSFCNLKNCSDCDADYIDETYQKIKNKAQQNDLYTKIELIVFWNKSPFQNVKP
VDIYQYYQNQQNKKQMEEERNSTNNNDENSNNNLNKPRYMAKSNNYSNNNAIQKVTLQECLKQSEQPEQLAEDNAWYCKI
CKEHVQAFKSMQIYKASDILIFTLKRFKASSGFFKQKLETFVDFPVKGLDLTEFILNKNRPLDYDKETQQKEMIEEEFPE
KRDDHKKLIYDLFAVSNHFGGMGGGHYTAFGKNHLNGKWYNFDDAQVNEVDEDQIITKSAYVLFYKRRSKEEITQDFNTQ
D                                                                               
>Ptet_A0DHG2_A0DHG2                                                             
MTDYLINSKTPQEYENETEDDNGENNKQRVLYDLYAVSNHFGGLGGGHYTAYAKNKHTKKWYNFDDSHVAETSESQVVTK
AAYVLCYQLRTDESMNVQGQHAQTIQQNEQYNK                                               



>Ptet_A0BQJ4_A0BQJ4                                                             
MLKGIKNRGNTCFLNSLLICLSKSLVVKKVKDDLFQQFLISTLEYLNECHDAKNLELFWIELRKRQPTLFSQNPENQEPQ
DAFEILLFLLSESKLLDYCLIISQSPYCEIPEHRDCIYIHQSWVKDIVYYIWDQNVDINNLKLLADVNDNSQSIRMFKMI
PGSADQYNWHLNDKMETDLFTYHVETQSNEYLYKIEIVLQYVENDITQTILRTRFLYLEQKITQHQLYYRLRQQLEQTPV
NFDVYSVNGYISDQNELWQPVSPLYLVFRTKDLDEFLWCKQLDIPNQVLNYQNFFKSDKPLQVEGQLTNTLILILQRNDI
VKNTNPYFIRQELKVKTRMYDLMGICCHIGDAKGGHYVSYIKNMNMWQMWDDERVEMRNIDFQCMQTAYILFYKLR    
>Ptet_A0DHG3_A0DHG3                                                             
MNDEKLDCIKVTQQHADKLKRQALEFKKLIDNFQKRFQQDQNDQFYIMSLKWLNQWKEQVSYEELLANKNPNKYFGKLNL
EHININLEDRVEKCFKYHPLKDHPWNTFMKENLQENVDYIIVDKEIWQFFTTYYHGTPIVRLSNGSGIEKTVAVNLLKFK
TVLLYPVVIKQIAFDRFYKQTFDQEYLQVDRNMKLKDYYSLLSKTVTTFTGNFAKDNNVRIWRFQSDQKDIFKAFFADVQ
KQVGVLETNDEMSFDFNGDYIHYSIYDTIEDVGILDNHLIIIEFKDEVKPWCIRNKAVQVEGKCENCQIVKILNHPCVCR
KVSYCSQDCKYKDYNYHSMRCEKFGSDDDTIRGLSQQPNSIAGLAGLSNLGNTCFMNSGTQCISNTVPLTEYFLSNQYFD
EINMDNPIGTKGQLVKRVGALLKKLWYGEKQVVTPTNYKKAVGQFQPMFKGYHQHDSSELITFVLDGIHEDLNRVKKKPY
VETKDSDERTDFVVAKESWSNHLARNQSIIVDLMYGQYKSTLKCPRCERLSITFDPYLMVQLGIPSQKKRTISFKYFYSF
FNSTSKIIPFDKNKNISLKEYYQVLSEELKTKPQNLLGYIANQYTSFELLKESKSIIEIRKSAKRQQLCFRALTDEEAQT
QNKFPVQFSNKYQDYQKMSYFQSGFFIFEGSTTRKQMHLKIFQYLQPLFAEYQNLDYEKNVFNKYYSLFYKSNSNYWNPC
SYCQSKNCNDCEVKFDDEVLEETKSKVTASDTQCNFEVIILWKESPFKSVKISEIFNHYRNLNKIESNFLSKCNSRRTRI
IKNSTPEPCVTLADCLQFSQQPEQLNSENTWYCKVCQEHVQAFKSMQIYKAPQILIFTLKRFKASNRMFKQKLEYLC   
>Ptet_A0BPW6_A0BPW6                                                             
MEKIQELVESQKFQEAIEGLTDMLENELPSARLETLEVLNRILSLSTKRQDLQIAILRLAKFENTGRYCDLILNLARLYI
DLGQLSAAKQELEKLRSFNNNYVRCILQGFDRMFNQKREEVQKEDQWEQFQLLEKEEKDLDYFSQDGLCSYLIPAAWFQK
WRLYVKNEDPIVIEDPIMGLDVTKLRQLLNLNEDSINEETEVIPGPIDSSRLIQIKWNLLPDPTQSKQYLNYVLRNDLRE
GVDFVHVSAKVFKFFEKIYGAFAVKRLIVKQDEQDRILVDLIPRVVEIIILENQLEESSLSVNGFEQVQELTRKIRVIKG
IGNEIKWWKFKDLQSQMDWMSMIQKGTFIKSIKGKDLDLKIKIDDLNLTTQDILICEIKQGKSWQLTAEINSLQQKEQNV
SELYAKFGISNIPRCLSDSRRGMTGLQNLGNTCFMNAALQCLSNTYEFTEYMVYNHFAQHLNPNNVLGTKGFLAASYAEL
MKSMWFSNYSSVSAIDLKKVIGKFAPQFYGYGQQDSHEFLSYLLDGLHEDLNRVLNKPIVTDIEITNESDQQASEKFWIN
YTLRNQSKIQELMVGQYKSTLVCPICSRISKTFDPFMSLSLPIPSFSSFSSSLYFIYDDSETMPAKISLQLSSDMTGLDI
LKQLENLLSISHKRMNMLLIKEHQIQERVPYEKGAKWISEHIGILFVQEVEQNIQNMKQNQMNVDFYYVSKATKIYEVDK
ILSFPRQVVIDRNSTAQQLYGQIYYKFRIHLTLAVKELTAQEFPLKDQFLSLPRPKNLEESIQEFAILIQNQLQPFTLRF
KDLSDKSKKEIQFSDDAISNISGSNLSIEVIISEYLTKTVQILKLQRCKEFTTNDTKSQVRKGEYDLDDCLKAFTKEEIL
GKGDEWYCNRCKKHVQASKKMEIYKAPQILIIHLKRFKTNRISNLGNFYFSNGTQKISSMVQFPHELNLNNFVLSKQAGD
NLNYIYDLYGVDNHYGGLGGGHYTAYAFNSVLNKWIDYNDSNARTTSSNVVSESAYLLFYRRRDSEKCQMFK        
>Ptet_A0C3H2_A0C3H2                                                             
MTRQFREALFKWKYDENEASQEGKTVFHARKGDENRAADARGLVRSFQWDPQESFAQHDVSEFCRVLFDAIQQSDDQDFI
TRLYQSCSQSYVQCLKCQQESVQNEIFLDLSLTVKSDFLNVYNESLERALYYYIKPEKLEGDNKYLCQNCNDKTDANKGF
RLKSLSDIFTIQLNRFEFDMNTFERKKVNDYVSFPFVLDMNNFLKPYDQILIEDHPDLLEEREKLKQQYEKEKLQSCFSD
PLRRKNRKPSPDEREARRSISMTLRKQFHLMIKPNSKKFQQKFQSLKSNNTSQTQFTSQTIPNNPNLILTADEAYDIDND
FLFGGNLDGLGDLGEGTAANTVKAIKEVQGSVKTQNYEEKDIQERIENESHNLSIKQKIQELLQNGPNVYELYSVMIHSG
GALGGHYYAYIKSFENGDWYCFNDSTVSKISWKTILSMFGDKYPKYNMGSSAYFLMYRRAGEELSTQKPEIQEHLKKEKE
EKWEREKKEREMELKIRCFYKNNDAVIKTRKDTLLKDFKQLVRQELKVQEDDENTRIRFFNHIDSIPQDTFTNKENEILQ
GLYFNDYKSVLLETKAPHEQFQEYDAHLMLIKLCVWRNDIESLDEHELKPNKFFIRDDKTVEQFMDAITQRLGVPKDKQI
ILQKNLINGAANYSFRMNQQHQLEYTLYDLKIGRNVTLYLEEKQDDPDLPLNWDQKFECEKHKCRVTFNDPRKQLLHSET
PDYCFELQIDNRKTMQELKERMSDFLGLDIDSFIYLTTTIKNNQAIGRAAFCLMMGKPSTKGTYKIKFGIGGLSPKYSDT
IEFEYQDLFEMEINSEWYVRELKEKLCQRLEEQKQIVLQPNFMRLRYKLNTKLSQIYHNDQILKNIRIFDNQTIIIEKLD
KEDQIKENQLLGYVRFYNPKDFTLSFPPQEIFLNSTDTMHDVSTIISSMFNINQDAIEAIKINNIFSFTITDLVTASFDW
QLLKFNQNVVSKSPWFLLKDSYFIIVRDAREVPKDMTELRQKVDQILAKSSDPSKMQQKIPPQSTKPKEKALKITVVKKQ
DELAKQEELQKQQDDLKEEQQLKEDEKEQPQQKDENQDNTNETAKTEQQQD                             
>Ptet_A0CTQ8_A0CTQ8                                                             
MFICCNTKPKQEKQAMCLNNLIRSQKNTSTTANSDVESIKQSKCEEQMQKEPVQETTNKSLIMDSSQKNKKLQEIENIVN
RIKAYREEGKLNLSIDIEKSFVTSLIEEDLPTIYFAEFRWAVNYTTFLERRIQEVPKKINNSKLLTQENAQKELIIIKSE
KDSQLLPGVQPDRHYVLLNERSWTFIHLLYGGGPKIMIEMEKPVMSPDIINDGQTNVTSHTANTTKISIEPLIDIAKLEY
NNMEDSEKSPNTNTTRRSNPQKTNSIKIQPKLYELPCVGLQNPKYYCYMNSALQFLLSIRELNDSLLKQSKQQNKKFTMA
YQDLLRIVQNSIPGSAISVEKLQTMCLNKFKYSQQQDAHEFLLYLLSEIQQELVGKNKYQKEEFQNAQEAWDVYKTRNPD
IITSLFAGQIASKSHCLKCKEISEGFDPILDLNLPLSKYYIPREFKLQDCLQTYFKEEQINDAWKCDKCQFVNKSVLRKI
QITQTPKYLILHLKRFTQFPKSQKITDEVTYPEILDIKEFCAENVEQTKYTLKGVISHMGQLNGGHYVAYAQRQYSWYHF
DDKIVTKDKNNQHLSDKGAYIIFYEQL                                                     
>Ptet_A0BWC5_A0BWC5                                                             
MIKNKGHWVYGGALMLALLGAFKYTMKSKQQKPTGQVEYSLLQSSATLDYNKKPAGIRNIGNTCFLNSVLQVRQITQLVA
LSSQPNFIEYLFELVQHINGDTTLDQQICLELAKIMKYLNSDMEVIDANDLIELLSEDADYSFFYQQQDSHELFNMLMKH
IEEANNQVNSFDLAMLRSKQMKFKNPFLHHTKVQIKCNTCNYSVSIFQQMQFNSLKVESNYAFHFQLNHARTVKQAIDYI
QQPETITDYICLYCSLQFLRKKYTLNDQQKIIDQYLSINAYDEDSQTLIKKIIEQLNAVQDNPFQMDPLKACLKRTVTRQ
THIAKYPKTFCFFVNRLIVHPYYGLVKLDHPVYLDSTFMVADKEYSLSALVCHLGDSNSGHYVTFKRTFALDLESSMSRD



KSYKKCEWYITSDIKVTPTKQPQQGEAYLIFYDTY                                             
>Ptet_A0EB12_A0EB12                                                             
MFCCGSKKKKSKVPSQRSHPRIPTHILLRRKRNPKKCMFHHLPLQNQLTKFFIKINSNQEMLRQIQNINDLRNRGLYEKS
VECEHDYITQLINKENIQQQFALEFKWAVNYTNHLKGKKAEIGQINNKNLLGPNQYIRSGLQQDKDYVVLNESAWNFVMQ
MYGGGPEVKIMPSHKQESQAQPPSLSSTYSKPPIQQQSMRQAQTNSRFIQQKPMTQTVSVITTPKSVDRQTSQIIEPPQR
NDSAQNYRKGYEEQKRPSISQGQLPIVGLRNPRYYCYLNSALQVLLSIDSLSEGILAVQPKQGQKYLVAYQELLRTIKRS
GSFSAIAAQSVWENCSGKFQFNQQQDSHEFLLFFLGKIQEELVGKYKNKQEFNSAEQAWSDYTSKNYDIVDTIFAGQSTS
QSFCKSCNQVCEGYDPIWDLSLPISKSYTGVDLMDCLKSYYREEVINDTWKCDKCKKTNKSVKRRMFISQTPKYLIIQFK
RFTTFPTSQKINDSISYPEKLDIQEFCSKGLQTKYKLKALITHMGSINGGHYKAYAERYDNWYLFDDETVSKINGKQLSD
RSAYVLLYQKY                                                                     
>Ptet_A0CFU2_A0CFU2                                                             
MSDLVQFKELRQKGIDEFHTSNDMVYNIISKKWLEEWLESKEKDHPIDNYSCVNSDLLQSKSSTIFKYDPIQSHMWNKIM
LPNLQEGVDYEILDKASWEFIAKKYHTTAIERDATIVNGKKQVNVNLVPLNFGAVFPSSLRKYNGGKTASLIKGDQYVSR
TCKLQSFIELLASTLQTVSGYEFLRRDGIRLYKAPIGMTISEIEKHISEEIKNLGTYDDVVFDFKDGDYLDPTKYETIDD
CQIAPGQVILGDFKEVQKNWVIKHPFFPMEGKCEGCYNFKVLQFPCECKKVSYCTEECKKKDEAYHLPRCEKTDSDDETM
DKLQRIEKSMDGKVGLQNLGNTCFMNSGIQCIGNTFPIREYLLSNQYKQDINELNTLGTKGELAQKFAHLLRRMWYAERT
PIPPFSLKRAIGKFQPQFQGFQQHDSQELITYLLDGLNEDLCRIKQKPYVERKDYDGRPDFEVAKESWEQFKLRNDSIIV
DNLYGQYKSTLRCPNCNKISITFDPYLMVNVSIPQNTTKKLEIQFIDPNLLWDCQTLIYNYEKTQDPTLGQILQSPEIQD
KIQQINPTDLIYICTSAYQHDDTDENDKMSSLRKKLKYKKLYIRKALQSELNIEKDNKICIMIHESFKQNAQYQWKREIT
PAFNFYFDKTKTTHADIHKFIFDIHVGVLATFEDLPKYQGNNWSEYYEENILDKVYYLEFKSNQNWQVECAYCNAKSCND
CVCAYVQDTCIEKYIQKEPKLEIEVFVVWKRGFKSASSVDELYNDWLKHHQRKQTDVEELPKQLTDQEQTQEVVDDAKQQ
ENISDEQSAQKQNFTTCLVPIEPAIPTIQPTNVQGATEKSMKLTECLKFSEQPEQLDEENTWYCNQCKDHVRAFKVMEIY
KTPKILIFHLKRFKNSNKFFKSKLETLIDFPIENFDIREFVQNHHLPSDFANENPQNSKINDPYLL              
>Ptet_A0BTY8_A0BTY8                                                             
MYCGLNNLGNTCYMNSLLQTLFMTRQFREALFKWKYDETKHPKKEDCIPYQLQYLFTKMQEGYENRAVDARGLVRSFQWD
PQESFAQHDVQEFCRVLFDAIQQSDDQDFITRLYQSHSQSYVQCLKCQSESVSNEVFLDLSLTVKSDFLNVYNESLERAL
YYYIKPEKLDGDNKYFCQNCNDKTDALKGFRLKALSDILTIQLNRFELDMNTFERKKVNDYVSFPFVLDMNNFLKPYDQI
LIEDHPDLLEERERLKIQYEQEKSQGCFSDPLRRKNRKPSPDERVQKVHFDDTPQIVQPDDKAQFKKQLLEAHQEFQQKF
QSLKSNNTSSTQFTSQTIPNNPNLILTADEAYDIDSDMLFGNNLDNLGDLGEGTTANTVKALKEVQGSAKTQNYEEKEIQ
ERIENESHNLSVKQKIQELLQNGPNVYELYSVMIHSGGALGGHYYAYVKSFENGDWYCFNDSTVSKISWKTILSMFGDKY
PKYNMGSSAYFLMYRRAGEELSTQKPQIQEHLKEAIAKEIQEQKEREEKWEREKKEREMELKIRCFYKSNDVVIKTRKDT
LLKDFKLQVRQELNVQEDDENTRIRFYNSNDKIPQETFTNKENETLQCLYFNDYKSVLLETKAPHEQFEEYDPHLMLIKL
CVWRNDIESLDESELKPLKFFIRDDKTVDQFMDAITQRLGVPKDKQIILQKNWINGATNYSIRINQQYQLEFTLYDLKIG
RNVTLYLEEKQDDANLPLNWDQKFECEKHKCRVTFNDPRKNLLPLESPDYCFELQIDNRKTMKELKEKMSDFLGIDIDSF
IVKKSNRYGEEIKDLSTTIKNNQAIGRAAFCLMMGKPSTKGVYKIKVGMGGISQKYSDTIDFEYQDLFEMEINSEWYVKE
LKEKLCQKVEETKQITLQPNLIRLRYKVNTKLSQVYHNDQLLKNLRLFDNQTIVIEKLEKEDEIKENQLLGYVRFYNPKD
FTLSFPPSEIFLNSTDTMHDTSVVISNLFNINQDAIEAIKINNIFSFTITDLVTASFDWQLLKFNENVVSKGPWFLLKDS
YFIIVRDAREVPKDMTELRQKVDEILAKSSDPAKIQQKIPMQSIKPKEKALKITVVKKQDEQQKSEEQQKQEELQKQEDE
QQGNQQPKEDQLENKGGIQENTNETSKDEQKD                                                
>Ptet_A0EAM2_A0EAM2                                                             
MNQQNNVPKDVMDFYLDMKIKKERIQKCWQQSGGNEYKMQDLIFQPEEEEPQQGLDFFEATLFDKRVSNTILQVIKKTPR
EQNTFVGIQNLGNDSIVNIMLQLLHQIPQLYQFILRIQSNNQNVKCIKLIQKQGQFLRRIQLLLTELSASNCSVISTRQL
LNANLWSDKEKECLEFEKEPVIIFFNLLQKIDQSYRELVNNEQGRNDNIVMNELFYSTVEKNLIQEKEFFYISDMKECSV
YSFLYEQYKQKVSVLPQIIAIQIKRNQKNNIRNITILNLGLDKTFEINQTLQLDFLKPNYKGQQGDIQISQFDDLESLQK
AISNFNYVIEMLNEEGNQQDMIKILQSKQNTLEKQQNKHLENIQKQKETLQSSYNNNNNTYQVHSITIQKGYSQSNSSTL
YVQYFKFKKWLKFSNSICQVVEEEEVSTSSQKYAIFATYINANTVPQYIKHQENLIEIGNLVSGNINYDINQNKYLRNLI
PNDVLFEVHRSNLENRQQF                                                             
>Ptet_A0BQX8_A0BQX8                                                             
MFADLIQHIKNTSPQFVIGQYADAYDNYSSWRMCKVINLSTDSVTVQYDGWSQKYDETHKLKVGRVVYFRSHTELYTGAQ
KSASREFQITKEVDHIQQVIEKMQKLIVSNFANVEAHDVCQFVRGELYLLIDSVMQEQQCYTQGEFKMTTDLIEAFIRFF
VEWANKILEKINIYIQGVQAHPLIYYFHLDTCLVSCHPEMFDTLTKIFNGSGPRCKRYFQSNESQLLKMYSISDRHSQNV
QQGFFKYFQDQNGLQVIENLIAWQHSEGETKQKVPFGIIKNILPLVESIYKSFPTSQNRQEWLLKMKDMIINRLHKLTTN
DLKESNLNPVFQIFKLIPQQFSSIINISQECEATEIKLAITLIKSSILEKKIKGVKELTEIIDKVTTSKNSMMYQSITST
YFNPDRLGKFLQEEKVFDILLQEAGHAEVFKRAAPILRFMVDQVNSSTKDIEQLWEASQMRHETEAQSVYEVISDIARVM
NHEQTEIIFTKLTNFSQKDIDLNLINFMKDFTQSAQKNPIWKNRAIYTLNMMWNLLQDKSDLNPNLLEPLMTGFISCLKQ
EREQYQQLCLENLRKSYSFPQCLHILQKIIESYGQGQVYFSVSSEDNLNKIMKEHQMIDLIVKNLENYKANVNTCQDCFA
ILTGKVAHAQRIQYKMDFLEYIAASPKKYEFSLENFKKLWNILIINPIHETDRNPMLDFLVKGGFRVKEDLFKNIFCNIN
YPIKLCYRSIEKYFMQLNQKNGSINCQKSQIRIIKYDQIIGINFFFDVVFNYPDADQAIQTLLQLHMRTEKANQVDQKLQ
MWNSLLMKCKEALKQSNNSQVQVQNVIKCLKDLVTGIEGKQYFNTSSPAITFTKFQVQLGKDEKTLKEVSLPSNSTLLAV
RKNLNQLYNFNQQDYDMFLANHDMKINQDNEEDLTISLFEESKSRDKPDIILQNISQNMNSLCLSIRKFKATLSSNTELS
EILFDLLQSENYEDIWEVLTLMPQNKQIKDRLDRGGSDEESWSKILYFNCNKKLLYCLQIYETMILQDKNVLQYFLKTKG
CQSIINYYLKRQENEFTNLFNLKCFAQIAKIIGICSIKDQEINRKCVKYIIYSLQKIENKVYQDPSAIQSFLQYNFRIAS



TENVGDIEQMKKSLIELVDPQIRKTLCQQLIDLKPLHKHFQNLGDNLQDVMKLKNQAEQYLELYAGVLEQTNNNDLTRIT
QRLPQILISFLQEEETEKILLQAFKLICILVTKCQESLLMITTDDQLADAIISSLFQLNGKTLQSQDTRKAGYEIIQKLF
ANQKLMLIFEQYFSCAFWRTSSNTNWNIVQTQQSKSQTGFVGLRNLGCICYMNSLMQQLFTLPNFRESILSLNLEQGQQT
VAYQFQLLLSALKNSQKQFYDPTNFCNVLGPNYKPINFYEQMDVDEFFLQLMDKLELELKPLKRDIIVPKSFGGFMSTEF
ISKGCQHQSSREELFLALSLQVKNKKNIYESMKMMTDGEMLEGDNAYMCEKCEKKVPALMRVCIKQLPNVLIMVLKRFEF
NYETQQKFKLNDYYEFPTQLNMKQFTKEYLQKQDFQDVEDADRLIVTEYSDEYYDYHLRGVIIHVGTADHGHYYSLIKDA
QTNKWYEFNDILVKPFEFGDLATEAFGNDDKGRSNQLLSRSKNAYMLFYERKTYFDENGKPLKNDQELRWFFNNNKNEKQ
NDEILIDNIKFQISQVMFDESFFEFSCALLDEGSQIHIGRFCLQYFLTVVIRFQERGQFVPRYLEKLKLITRNSVQLANE
FLVSIQNVDVLNELILQNPIQDMRVIIGGLINDAIKCLMDNEKFASYKEFKQKSNLIQLTQSMIHYIQNRKNSDQIQRII
YQLSLNDFSKTYLRELKFVGRIFLYFLDEPPVGAGYIEIADPNVEQKLLKINKQYIRNEQQNPQILQQQENLKFDNLYID
YSYLVMALNQLIYQDDDELCMLDDPLLFKRLLSITFTRQARLALKEAIQKYIRLNNNPWDQSLAVVQTLYEHMKDCDEKD
LKTALIVLKGIGEIDDAYNEQRLTLVAEAYISALKDNLGYWYYTSIMFDYVIKICTRLNFQKAFAEVLNRNKGVLKLMYQ
WLKESQNPFQNFSQQRWKVFKKRQMNVLAQDITEKLNKFQALSQKRIESLEKIMSQQVVNSSGYDSDTVPNLEQQVDVII
PARTYLNNFETCGYSTWTIGINLGDMMELRQNNMIKWVFSTDSSLAPPNTQTLKYENHVSFMK                 
>Ptet_A0DRZ5_A0DRZ5                                                             
MTTNSYQIDAPYLGLQNIGATCYMNSVLQTLFMTPEFRRGLYLWKYEHSIHGEEIDSIPFQLQKLYGRLQTKIFEYIDTR
DLTKSFQWDIHQAFQQHDIQEFIRILFDAIEQSDQNCNFVKELYEGAYLHYTKCLKCNYESQRQEIFMDYTVILKDKWSK
VYNNSLELAIQRSLKPEKLEGNNQYFCESCQAKQDAHRGQLIYKLPSILNVHINRFAFDYVMMRREKLDDKMAFPFVLNM
NNYSRTYDEIPNKLSEEADPSYFEELVQPKKQQFKTTATSKVQPSAQTTKATKVVRPNQGLKDFIKQQKKVAKQQGNVDI
IDSFGNMQEDEQIQQIIHQQIQEDIKQIQQQTKPAETSIPPPPPLPVFDHDLEYQDAPKVQSNNQKQEGQIQEELQQKSK
EEEKDKQQQQPILDTTEERKKYAELVKKKCQESILEQDNQIRQYLKDGPHVYQLYSILNHSGGAMGGHYFAYIRSHEDGQ
WYCFNDSSVTYINPDDIPVKTFGGHSGGSAYMLFYRKVEPNQESWGTWGGQFQENELPEYVQLKLQEERIKLEEFRQQGG
QAEDLLALQKPITVKAHYKLEVKTFTLENSTSFLNFRQLVLDHFQIKDRDNCRIRIYNPYTDQFQDTFEGKEMRSLAALK
LQNKCISIEFKQPGEEWKPYNEQAVTFRVALFRENLEALDEKTLQPKKVTVNKNDFVHELVEAAKKAYNLEGEFQLLKRN
GEFGEILSSDKPIDGYYDNSFFYLEPKTENSNWLKEFEIDEHRITIKFNDPTKTVQASIQEGQPEDLYPLVCTIDNRATM
MEMKEKICQQLGISPKNLILRRGGRAGLELKDLTIEVGLNHFVKGSSIHLDLGTPLNLGEYRCIISIASAPNLYEDRNFY
QFQELGEYSIPGDKPISQFINDLAIWASEKSGIPLDPKHIRLRERIADRLNKVYRDKPLKEQGIVEMRMIAIEQLQDEWQ
HLTSKDVFIHARFWDQEKWDLSERYEFVVSRNQSGADLAEQFSQVFGITAENIEVCRIIAVHRFNRYELLNEEWIPLKND
DYLLGSQPLFITNDGQMIILRDSTQQPRELTNEEIKQFGIIQSNYTKSIKTGVSRGPVKTRFFNEEKALVITVKKKAEDI
KPEA                                                                            
>Ptet_A0DK07_A0DK07                                                             
MICPQYLLDSINNCNERVIKRAYERLEGKQNLVEVCQQLKQSLRTQLSLHNVQEKKTDSKISIYYLTDISQLALLLLALC
SYKLNDFNLSYLISYFGCSQETPSQDSLEFDQVEWRKLELEWISIQSLQKMNQLQECIDKIEIVQKLIQTSKNKKTWAQL
DIILDQKKSYLQDYIDNKQKTFQTYNDEEKTALAKKLQQLLLKQEQDRYFEQEGYPAYLISSQWIARFSLYTKYYELTRE
NPDSLKQFIAKKNNSMDDETFVEIFKQYCNQQTYEELERISNSTQNNTDIHICPIYNDDLIDTQTSFEKDPLKAKSYSNY
ALNKSIRENQNFIFVSSQIWRFLYGLFGGVEIKRLVLCRSRHAVETHLFQVRCQLFPQQQQRIINLQFNGNERIEDLVNK
VNRITSQKVRNVWKIPKEVNQEELMKSQQVVGTKISRDNILEQAEIGPEEVLLLELEQEQYRLEKKENLQTISIPNKCMS
CGNQDSQLYLCECRSVKYCNETCQANDLKNHQDVCKKIMEKDSLINQLSKKYKVKPPAKIVKNSAKGICGLSNLGNTCFM
NSSLQCLSNVTELTEYMIYNTYLEDLNEKNPLGTGGRLACNYAELLKELYESTSTSVAPWNVKKVIGQQAPQFNGYSQQD
SQELLSYLLDGLHEDMNRIKKKPYIPEVEYKGQSDQEFADIYWDNHKKRNDSKITELFTGQFKSRVECPECNFVSITFDP
FVTISLPIPSKEYVQFQFYLIFRDSNQTPLKIQQTLQSTQTAGEIIEIISKIKNIKAEYLKFYSLQDSAIIDNGISSEQT
IKQIKESQATTFLYEEYDEKIDKPNSKYDSNIKTPYHQVLCNVKKLEESKLNQQNYRISFTRVCYVDSQTTYQGLHLIIY
QIFRTHLIQISEITSNLNLNKEFEQFLKNIKKFVYKDYFEEYQDLLKLKELIYQLQDDNCKPLPFTDKQIEVSGKSINLN
AQFKLRAELLKLNRCVDAEFTLQGPNQSLQQTISLNDCLNQFCQEEVLGAGNEWYCSKCKKHQKAKKQMQIYKAPQIMIL
HLKRFRSTRVTQFYGTYSVGGVTKIVQFVDFPLENFDIQPFILEKESQQPYVYDLFAISNHYGGMGGGHYTAYAKNPMYN
AWFDFNDSQVKELRSNPVTDAAYVLFYRRRKVK                                               
>Ptet_A0E7E6_A0E7E6                                                             
MGICQTKPKVNEPQSKMKKMNTEQRLMPKPSRILDVNYKQIPNKFRRQATQKRVQQIQQFDTDTQGLFGLTNLGNTCFLN
SSIQALSNTQPLTDYFMSQLHIKEINPENPLSSQGNIVKSFAQLIRLLWQKVDQYQYDDMKVLKPTQFISTVGNYNPIFA
EGTQEDAHEFIAFLLDMIHEDLNRIKKKPYVEQAKFTKFPTNEDADAEWKKYLSRNQSIIVDLFQGQMLDTLSCLTCKSS
RYCFEPFMYLSVPVLNRECELQECIEEFLKKETLKGDEGWNCTNCNQRRDSNKKIDLWSMPNILIIHLKRFKFNSQFRAK
IRSLVKYPLQNLSFENLVCTKQVEKPTYDLYAVINHSGTLTSGHYTAYGKNRDDLHWYHFNDSLVTPVQQPESLNDAYLL
FYFKNSVEEFKRQTLEGINVSQKRKTIKNTIVIKQTMLNMHSQQSNSNLSDYKRNNNNNLAPSVSSQAQKKMLFRKQTKH
FQIVKASEQPSFQQESYVIQEEN                                                         
>Ptet_A0BWQ3_A0BWQ3                                                             
MDQKFIQAKSLQEKLNLIWSQDRRLAPLELENLYKSIHAETQHGFQILDKALDRNFGGLLPDKASYSMDYNEGVFKRITE
SLDNLEMVGLYAKYVIQNCRVESHRPLLKQLGYVAERLIRKFRQQGTIEEKLQLNKEIVIDLVSRLCPKDMTYNPELLQL
ILKAYKDYKDDELLKRLADSLIQQCKDNANQNSDHDWLMLISTIFDQAIEQQGICLYILFKKIGSTKLGHIISQHRNYFL
INYFDNPDKSVKIFKGLIKYSILSENLSILQEVTDILEEQMKQNSNQSCYLILSEIYLEVILPLLLPQLHQNTSILDLLQ
VYMIGMSRRQEQLTDDYITIMCDRLRLVIDLRQNDRSIFDKIYGFMNAIHKKYQNKLLHHDSFSKLLHIARDKSFDQFNQ
IDHPVWDCQKLKNLNFDDSLYDRPNHDNYVGLENLTNTCFMNSILQALYMTDRFRQFILINSIPEAKQYNALRKLFMLLN
FQQSGFCSPYELKRLLRAPYCNSNDQQDVGEFAHHFLEDLLKYIPKEQQEILERIFFGTHRSVIECPNCDVSFGQIEKFL



GIDLHLNKYTELKDMIAQVYEEEKIEFTCEKCQRKSNDIKKSIQLNDLPPVLFMTIQRFQYDAQSQQMTKILAKVPLRFL
IDMREVFQQQHLDAMDSQYILYAFIVHLGKNSYSGHYSCYARSMSKPETWICFDDAQINKYELSSEDLNSQLIDEETPYL
LFYKNKSGHYLSINK                                                                 
>Ptet_A0BPD2_A0BPD2                                                             
MGSGASRSLTIPVVYEESQANNLANFKTTNKQKLTITDPYMKLQQGYHTIPLIVRKIDKHEEIKVVHGVVGLKNLGNTCY
FNSAIHCLSHTQPLLDYMLSRVFEKEINKNSKLGSKGQVTECFAQLLSDIWKDERSIGMSTINQGNDTKDKSKDKQLKQK
QYENWVDPLRNTQGDLKQDVNNQHNQLEQEDCQELLSYLLDMIHEDLNRCKKKENIKEKDYTGDPKEEWAAESWGEHLKI
NKSIVVDLFQGQLKSTVECKYCNYQSHKWEPFLFLNLPIKQQKQQQQQQQQQQSFQSKTLGSSQLKQDTTCELTECLDQF
QQDETIQWKCPKCQETRDCKKGIRIWKLPNILIIHLKRFEYGTKQSGKITQKVNFPLNQLDMSPYCNQQNDTVYNLYAVA
QHHGSLQYGHYVSICKHRVDNQWYMYNDDAVLKVIQFQLQIQDPEKVIVDSQAYVLFYQKQTETIFRQTITNPSCWPHNQ
SAKKQSQPKEQLQLMEYEESEQKGQLDETSPHNISGNSIKIDTQNVKKKHSYNHFIREQSIKSNSIFKRSRPSEDNENNY
TNKQTSITKIEEQWGFGQDNDKQKEMDKNKDRKPNDWRSKGTRK                                    
>Ptet_A0DLF7_A0DLF7                                                             
MKTPINQDLLDQYIGMGFSKELITMAWEESNTEADVINTLLTLSDKNNALANTPTKQDEEILLNQALIDSYKTNPQATTS
TFEMVSPEQRKRTNGVPCGLKNVGNTCYFNGLLQTYFFNSDFVKIIIKFQPPAQIEQGKQGKSIQLVQNLQQLFLSMIGS
DKKYVDPSDVIKSICDDFGNVLPIGDQKDVGEFNTYFLSRIGEGLAYNEHQPSKIEEQPHEGPPSILRMKSSTIHDEDVV
SKLFFCKVHHYLQFDQAGVPQNRDNTELYNFIPIDLQDGNLYDGFDNFVVNSIEDFKNDLSETVCATKYNWVQGAPQTLS
FQIKRVAYNKEKNDLVKQNDEFYFEEEIYLDRFLYENSKRYLDIRNQNRELKAKQKVIKQELLQLSKFDDKYDLQDVLQT
AVKFLTIQSKENPQNPANFGPSDQKNTIEQLQKYSQQVQKKKEHLQKQYNDLEDKIQASYNNFKGNKYQLQSVLIHEGMA
NSGHYYTYIKDFRLNKWFKFNDIRVTEETREKVFQDAIGVKPGINAYLLIYVKDELVQEEMKFPKRLYSTSTEKDYLQDS
YGGFLSQSQNESIKRENQLFQNEIEDYKQARIIERITEAYQTRFEFVNEHYRTLVNKTQNIKFKPIFIQNFPIYVKSKAS
QISNQNTQHDNLIKWIILDSALREVQENKQGIFGGQIGENFQNKLINKFSAQFNEFKRPSAKLTQSEQNDLNKFEQEYLN
YVNLGSWATIILELLEKKDFIQVLQVLQCLTKKVKTLEQQSYFFKFTKNLKILVPIIIIGKMIPKESQVNLKELQLLQAY
LVHNHFQYDDPKLWKTEISIMLNAIIENHNQQAVKEIIDNFEAENKIKENMDLLEFLSEEVQNYQLVISSSYEIYFWSTY
QKQDQIYDKLLEGMNKLKQLFDVRYHNKSYQPFIKIQQALKDPQPLMKEDLEKIIK                        
>Ptet_A0BZT6_A0BZT6                                                             
MDVKKSKKKPELNEQLFVGNYIDVFHQGSKQHKLAYILQKNEKEIEITYDGLSKKDNEIIKLSQNKINFARRFTQNYTGE
DFRQSKTSRDYLKYSREDCEKNIKELNSIMQNNFQGLSPIEICLSVRVRQFIWLDMVLSSEFPSKELPVALEYIKTYYNF
IKWYFEQFPKYFADYMRFQNNQELYILDERVSIAACLQEVCEAFCMLFGSIWRVLKQENSFFYLNCDNLQQQFDKFFPPS
SQQGFVVNPNIDDWKLYQGASDIVKCIKKTWPFYLRTMSFFKSIGGLQAWEGLLKPQENGEYNYIPLKAMNRIVITQQYL
SSYFQLSDQAQMAKKTFEWLQNRVNNLTVQDIKDTDIDQVKELTSDYQYYFLKGFTEDQLNKLTDEIQLQLALKFLKSSF
LEKRVKGISEIKDFTERSKYEQQTSLKFRSSISKDDLIRWISQNRILDYTLLGDSVHPELIKRSSDVAVFLCRNQAFQID
YIDKIWKNNHDKHETTQLALYEFFKIVSPYLSFQGIEKLYNHISTIPYSKYNENIVSMIKTFTESALSQKFHEQQLQLKP
EKRFMTFNQLWELLQDRDDQLTNSVIQEQCFSAARMIISQIQQTKQFISQYFGKCFELIGAHQSVYQAISLVHYFLDKQF
KDDIIGKRELIQSTDDKYNIIELFVKDIEVYMEKVRQYFKNDIPQDIVINGVQKFSQNVFFRLQMLNYLLSQTHLKITYE
QTVRLWDALSAKTKGGIQKKELNKILITNYQIDVNSFRICPIYFDKEGEQKFFKQVLCNPDRNDYENYTIEDFELFQVFF
RSYNQSHQTLKYFNNSSRFLVNDHNFEGKSAIWNIFAKVKDQQLLEQISYFIINLYTQLNSNLDQQCDKIYQEMMDKCLD
LIQQQCPSLTTRSINLLLQLFNYFQSGPPSKKSTKPINYTQFKVQIQYPNNLVKSVEQKEGDTTTINQWKQKLAEELQVA
YLQLDITIENKPIEQQYDIVETFVCQAFYQLATVKVKINNKNHPKNYLSQEQRTFEILFKLLDKQESIEFLSQVWDLINR
LPINIIKKRQVETCKDWKQYLDHQFFDMFYVLQIILKLLDNEQWSEQFNNFDGVDLITQKFLGQQLQFQQRPLEIKCCLT
YLEILSHPQIKMKESQLVDQIKSKIIEVIQQLCQYIKTKKKLESGQRKSPQQKEMNEIESRLLRKCFLQLDDDGCRQYIK
NSELNQQLYAFFVEHENQELKREYSLQLLNMKNTPESQLLIKIILEDVLKNVISNNKQKCDHFFEFCCNLIYQEKNLNIR
NLNFEELLVYIRQNLEQLPCNENTVKDQDKILIGLLKLLNALIDRIQSLSTHQGLFEQILSYLFENEGETRCKCKSQQSR
TAGFHCFFTLLKSTKNMQKFLDVVSPLHYTHTWRTKNFNDWNIQSKFHEKSSTGYVGLYNLGCICYMNSLLQQLYMVPAF
REKLLQIEDKSTGALEENLLHQLKCLFLALKHSQKQYHNPKKLCHAFKDLDGHPTNIFEQMDVDEFCNLLMDRIELSIKS
TSDEDLVKRNFGGVISNEIIGKTCPHYSEREEPFFAISLPVANKKNLEECLQTLVHGDLLEGENAYSCEQCNKKVSALKR
TCIKKLPDHLILVLKRFNFDFDLMAKAKINERIEFPFELDLLPYSQQGLRQQENRVNPENGQDNPSEYYQYRLTGVVIHI
GSADCGHYYSFIQDRVDFNKWYEFNDINVSPADIKDVKNDGFGGVDRMLKTKYPGQFKDKSKSAYMLFYERVKPLNNKEE
LMDIELDQKTSQFLDEIRDENRKFQIQRFIFSPEYFIFIQNLIKFELQQNQVSEQIVKTLVFFYLTCAVRENDKTFISNN
IQDIQELLRRAPSTCEWLLKCFNQYQYIREFQFDCSKKMVRKYVISLIVTAIETVQKLEGYNVLQEYTDDKPKSLVASLI
NSWIRMIPDLKKSLKNSIEYYDLFYRFAKLSQQNSQYLISKKIVGKFLDLFMDALQINVSKIQIPNKEIARKLDDLKVIQ
FTEDQNNFLGQQNIQNVDVASNYYDELLEKKFEKSMNSGPSTSRVYMWRLIAFLLKTEGKNALSTEEQNLLQFDNSTLMA
ILEEGDCKLAIRMISDILSVLSQDNQKQTEMIITAIIKQIMDKEYKEYRKYVVVLKRLFMLKDSQQQMRIHQGMSRLLEV
MQKQSQYFFETDVCQQYILRMVFRNHAVYQWMVKNHRTWQWIIETNNTQSNPNEKLISNNSNSQKCNHRLHNIYLPITTQ
AYAKLLSWKKQQFLNLVKEPFKQNEDFDTDDDLTEKVVKVDDKIDYYDQNQWLTATVGRVMGDYVHLTFSGKMTPQNIDI
ELDNERLAPFNTLSSNNKIPGYTNNNQEMAFEHQSDPDNDTEEGNNNSINQTDSDDE                       
>Ptet_A0DD02_A0DD02                                                             
MGSGQNRQLNVPVVYLENHKNVGSYRFLQNQRQNIPKAYLKIEPNYSKIERLETINSAVVHGVVGLKNLGNTCYFNTAIH
CISHTQPLVDYFLSKAYKVNSSCPTSGNITKAFVSLMEQIWDDENCFAESKDFKQLVQGQKLKPYNKCINPIKLLNLLQK
YSKRFALGDQEDCQELLSYLLDLLHQELNRSQPNSKSITKDYTGEYVDPKWAADSWGEHLKINRSIIVDLFQGQLKSTCQ
CQECGFQSHKFEPFLFLNLPIPKQKVSIYKCLDLFQEPELLSGSCQWKCPNCKINRDFKKQIQLWKLPNQLIIHLKRFEF
HHRKQVKLNTVVEFPLELDMAQYCVDQAISCYQLYAVAQHDGSSYGGHYVALCKAQNNNWYMYNDDQVFRIQDVKKMVQN



EYAYMLFYQRYDNIYRQTLNKPEAWPHFRLPKISQTTHLMVQTDRKSQDSSPNQLESTPLDNQTGVISQQRSQQDIKFNS
IA                                                                              
>Ptet_A0DQI7_A0DQI7                                                             
MEECYKLIERQNYAEALKHLTQILKREINNPQLETIFLIQHILSQSQRYKNLQIKILEIVKQEEIEEDIDDDKYFNLVLD
LINLYIDQNNIQQAKNWSKQLKKYAQGIKYNEALLYLIDNLDSMLACKQKSIDLKEQLETYERLSELEKKTKYFEHDGMP
AYLIPTRWFNKWKSYVTDTPIELPNENLNMEKEVEALENLFNVSSDLDIEEQINAPGPINGFSLIQAQSALELDPFGPKS
YTNYILKENIREGADFILVGHKIFEYFKNIYGGFEIKRVIVEHSQTHQKYVDLVPRMIQFIILPNEEKHRSRLITANSSD
LVLDLCKKVSRVLKLNNEVRWWKFNDFQSQEDFIKKLQKRELYKQVSAKVLEKTMMIDEINFTSSDLFICEVRYGRDWQI
SEIDKKKLSSFKRKMNVSDVPKIMNDSRKGVTGLQNLGNTCFMNAALQCLSNTYELTEYMVSNEFYQHLNCDNPLGTKGV
LATAYAELMKIMWYGNNSAVSAYDLKRVIGKFAPQFYGYGQQDSHEFLSYLLDGLHEDLNRVLNKPFVSEVEITDETDFE
ASRIFWNNYILRNQSKIQQLMVGQYKSTLVCPYCHRVSKTFDPYMSLSLPIPSYTLIQLSLYFIYQNGKIPLKIQLNLTS
DQDANFIGQELSKALDIEQDQMNFILLKDHLIKERIKKKQNVKWIQEHEGQLFVYQIEKEFHQLSDDQIHVDFYYCNKMD
RNYNEQILTFPRQFVMDKKDKIIDIYFKIYQQFKHHLILIIQELSEQLLNEGVNIEEFCQGVPETIEQFIEEIKQFKFDL
FKLLYRGKPMDHTNQDPIENFNTKVLSVNVILNPIFGRQDLNNLKFQRCKDFNIEQNRQLRKGEYTLEDCLRSFAKEEIL
GKGNEWYCNKCKQHVQATKQMEIYRAPQLLIVHLKRFRSGNNRISNYGGFFYSGGSQKITTMVHFPKNLNLNPFVLSKVN
DNDRIDYNYELYGVDNHFGGLGGGHYTACAYNSLINKWVDYNDSSARLTSANVESEAAYVLFYRRTDSQKCSLGR     
>Ptet_A0CZ34_A0CZ34                                                             
MIIFDSQMKQNENIEDESEDKQLYVPLFPMRKKPSSGSSQISSQSTSQSTQMLTQYRSMQDSNEKRELEATIIKELMKDK
RSSEFYAVQENWISQYKQYLYQNGERPGILDNNNCTQYIIVNEAVWIFFKQEYKAHPEIICRQKHSRTNDKRSKTVEPTI
NRQSCSNSQSNYELPLIGMKNDSYYCYMHSGLQSLLSIADLNYFIIKYIQRINKQQLIDKKKVNGVSFTWAYFELIEQIK
ASTIPIKINTIKTLIISQFHPKNQHDCHEFLLYLLGHIEDEILNFNKETKSTYINFVEQIFKGKLQTNIICQNCKNKVKQ
IEPFLTLSLAISQSKSLEQCLEEFLKEETLKDYKCTKCQSTCIKSLQIVSIPSILVLHLKRFQFLPQCHKNNKTITYPID
ILNFGNKTYRLRAVIVHTGNLQQGHYFTFAKRYHQWFLFNDETVKAVTKKQVLMQAAYILFYQINENP            
>Ptet_A0DMS3_A0DMS3                                                             
MNQLNQVADAENYGYNSQQPRRYVKTASYSELYYDLEKIKRFEDGYEIVELNDAMHLGKSSQLHTFQSTKWMEYLSELEI
ELKAILYERALIVPDLNQYVNKRLQPMIEALLDKVLIEISRLKIQCYINEILFLIQRVCLKLWKEQPQISLTLLKRLHQN
QSNSLYDSRIRDISAYIDALNDFYGERLQNGVSSEAEGYDNSYFTEPYNSKTFYPLRGEILDYNKMSQDVFTFSPFQRLQ
IHYFYKNGGFALLDDAIRNFNLNNLDILSLFHYLNFYLDKQKYLNYFHHLEFQNLAFKLTEEEIKNTNRDTIKKLTDGIE
NMFDQFNNSAQKKELSALAEMSVYLQCFRCTALEKRIYGLQQFCDKINTAQSNEYMGQQQYGTNDEWYKNDNVLKYMVDN
QVFQELFGEKAHFELIKRSFPIIQFLYLHNKLSKDDILSILRLGKGKHETWDNMISKLLTDLAEILQLEDVETMIQNIQQ
SQIDQNGLNFIKSLGRNKYLRQDPENQNKGIGNNNEKFGKPNERVGGKRKYQQYETDSKEIESFNCQMQYPKMGQFNDET
ETKEIEQYKNENIQQFDNEKAIKLKSQIVEFLLNIVHEQPKSEIGQSAFTIAINLICHQFKALRQQYLLHGFSNLIAQEQ
PLPVCNYITVLQKIISSSYPLDEFTNSKDVLKWIQDKYDIKLNFLRVMGREKLKLLKRESKDYLQTIDQLVKFYQFLHQD
SKITKPQLILLWKLLVENARCAEERDLFFNWVGDVNKKFLDQEAIEFLFISTIKCASLSQSMLQCLTNVILYFNVQYKVM
KLQYDQYTIVDADIIGLQALWKIFKQQENLGPKLQEFFIRLLRFKQSQTILNQLKQQYLVQLFNQINNPNSLSFIIKLLE
EFEGYQLAEQGEKVFVTIDNKYMNAMPPKRQDIQLLSGLSVLQAKQIIGQKLNPSLKPDEFDIFCRGILFDDNKSLKDYK
VNQKLTFVISKREHLTDEVTAYNSTTNQIANEYVPNDSDERVQEIINIVQIQDRDFIVSVLKEKNWQVDNAICDILDRGE
QLLQEYQQKNPQVKKQQKPAMKQQIDEISFASLISNNYVDQLFILLNEGDPEQNTKIWSILQMIPRNKEVYELIEQSQKD
WFNLLMVDNRYKLQYHLQILKEQLQCDFIEDQDEYEKRKALRENFLLYGGLKLLLFQLENSIEILIIILDIFQIYFQAYS
MSRLMQNQNEFLQLLKLKQAVQQKDEDPKLSSLLSIQLQKQEKPNIQGFDEAHLLQQLFYNCELEVEWKVLLETLIHNIG
VEQIYTNILCILYMRPELLEVELPIKRLVELLTSPNEEQRKMTAYFILTLQDIGKRNGVNLSNDILKALIKGETQHDELY
LVIAGLIGQVNDLTFFDTHQLAQQIISLISNREIIEQRFTENEDKLLQGNLLLLTSLVQVDKNIKVSTEFTKYLYKCLFD
MNNDYYQYPVYKRKLTRKRVFQLLLELCTDENHLQLILLLIQNNHKLKFDVNEVELDLGVKGSHGFVGLRNLGATCYINS
LLQQFYMNVPFRKGILNGQIMITEMKAPLIFDKISAIDSPILQRKLADHTLHQLQLLFIELQESVKQYTNPHQLIKTLKG
YDGEVINVLIQQDCNEFFNLITDKLEQDQKFTNQSNLIHQILGGTLVNEIKSLEPEYDFRRENEEPFLTVSVDIKNKKCL
EEALDLFVKGDVLDGENKYLCEEVQRKIDVQKRQYLKKLPNTFIFHLKRFEFDYNTMLRIKINDYFEFPQEINMFKWTRD
HIVENLEVEDQSDYMYILKGVLVHVGSAEGGHYYSFIRDVDKWYEFNDKVICPFKIENLKTECFGGANNNLSEWGMNNSK
NAYILFYEKVKHNIPEQLYMKGPNEELLTQQVINENTEYLKNQLFCTQDYLKFIQNFVQALQIKTPYKVTQLLSKESNLG
ELDSLPSFRIIKLFTFFTYEILLRNKDQQMFQYNIQLLSDLYKQEPAANFWFLDLLRNHKQLIIDLLIESSYPDVRNAFA
QLIIQSITIIVEHEQYYLFEDSCIARFLQFYIQQLLGIVKNTLRRGTEYFQVIKYILVHNQHLVKHFYQQEYFKQVYSLL
QDQVSAVQTGTSFKLMQLQTNNTDQPLMVICDIIAKVIMSCRTQKMIDLKEDAPTYLFKGQKEMDIDQYWLQRLLESDDF
KKYILAMIQFQSNLIDMIKHICWKDDITSYHIMTLIVSQMLDYYSDWQYLDPLSQTIEQLLKMNDGYVEIRLQALLCEPF
KISSTSSCVKGTSILNAIRSQYDMDKNYSFCMIAILANLATQVNYVGEYFKNNRDQFEYLLQKARDHKNIMYGLYFPTMK
IQRSIQQLSAIFEEAEKPTIQICIPKQNQTVQEEPEPEDSDIQVTHLIEQNKTNYTQTKEDSMDNNDPSDRENPADQLSE
>Ptet_A0E8X5_A0E8X5                                                             
MSGTDEGSSIDGFEDQESGSKPSLNMSLSDRLKQQALDVHKMLQQLEKEFAQEDCQTYYILSTNWLDKWKQYVSYDQVIN
NSNVPNSTGQIIPQNFNHDLFEQYPNECFKYYPLSTNPWNQWLRPNLEEGTHYIVISQQLSSYFNQYYRGTNIVRNATGK
GQEKKVVINLLKFYAVLMIPNTVNQIAQDNLTQLDKEYLQVDESANLQEYYGTILKTVPTFRGNYNGVRIWRYTNDTDPH
KALFAEIKKQVQDLDFNDDQVFNFTGSPIQISSEITFKSLNLTDKDILVIEFQQYNRPWCIRHPTVPVEGKCEGCCNITV
LNFPCVCKKVSYCTEQCKINDERFHLAKCDRLGSDDEQVKSMNYSDNSIKGIAGLSNLGNTCFMNSGTQCLSNTYPLKEY
FISNKYFEEINEDNPLGTNGQLVRKFGSLLKKLWCGDKNVVIPTSFKKAVGQFQPMFKGFQQHDSSELITFLLDGLHEDL
NRVKKKPYVESKDYQGRPDVEVAKESWENHLARNQSIIVDLMHGQYKSTLKCPTCQQISITFDPFLTVGLGIPNKKQKSI



QIKVIKSVVSIETKYINFESSKKTISLQNFIEEFVVSDFKIEPDSKLLYYSSFMNDLSEPINPQQEINVVRKDSKKGYLV
VKVLNQEEKDITAGDRIYMSYAQKAYDSYGHTFKKIIQPTTYQLIKRSYSLAQIHLSIFKNLLPIFCDLVKEIELDTDEK
LRNFYEESVHGKYYTIHNKQNIMMMSRECIFCNSENCQECVLDYDNQETLDKIFQNHMEFDLMSKIELVVFWNKSPFQNV
NAGDIYQYYSNQQYRKQMEENNNNSLHENNQKGRIIGKNYSMPMMSTQPKVSLQDCLRFSEQPEQLAEDNAWYCKVCKEH
VQAYKSMQIYKASDILIFTLKRFKASHGFFKQKLETFVEFPVQGLDLTEFILNKNKPNENQIQEEQKKLIYDLYAVSNHF
GGMGGGHYTAYAKNHENGKWYDFDDSQASEINEDQIVSQSAYVLFYKRRTEEEQTQAFNNTQELN               
>Ptet_A0DVR1_A0DVR1                                                             
MGLCTSKDAVSESSIRRVHPLNMENSVVLTINYAKIPNKFKRLPQNKSCGLIGLQNLGNTCYINAAIQCLSNTQPLTEYF
QQNLHNHELNIENPLSSRGQITNAYARLICSLWKESYQKSINPIELISMIQLWNPFFVMNSQQDSHELLAFLLDMLHEDL
NRVKHKPYIEEKTYDQQPNQQQANKAWSDYLKRNRSIIVDLFQGQSINMLQCMVCNTKSYKFETFMYLSLPIQQDADLIQ
CISEYLREEELDEANQWHCSKCKSVKKSKKGIKLWKLPNILVIHLKRFKFTANYRCKLRWLINFPMYNLDLSNYSEQEQA
TYDLYGVINHSGTLHSGHYTSNCKNKDTQKWYNFDDTRIKEIMEKEVLTSDAYLLFYYKNSVDSYERQSEVIRSSIINSS
ASLPKQSSIIHGSYFNIPHTKLSISKLCISETDQQLTTPQIFGKKKSLKTNKLTPLPGKKPIFFASDNQKIQ        
>Ptet_A0DF46_A0DF46                                                             
MISYSQQTGLGNMGNTCFMNSAIQILCNTPGFTDYILNDIYQFDINLINPLGSRGEIISSFAALIKELKSRKQPYIIPNL
FKKTFSKFYNIQYYGNDQHDAAEFLLQLLDAINEDVNLIKKKPYLTIPSSKGREDLVVAIESWDVHSQRNQSIITQLFQA
QFKSKIECPNCKNMSITFDPYMMISLPLATKKNEKGIVYYLLDEKFRQKQMTLSVYKNYNFEWIQNEIRNQLRTQDLVFN
LSNQQKNIEIRPEDDIQYLKQQLQNSKLFVRPMNIQEIQVPYNYRCHTLITHVNQEFQILTDITTIVFDFRTKIFEIYDH
IEKNYNHQFKCQFDLFLESNSQETEQQCYFCHKQYCKYCELKKCQHSLKYYNNCISQPGFQLNFIIKWYGQGVPIIFNKE
ISNQKLQENNEQFSVNKSSLTIYDCLNFSQQQQQLDENNSWFCNQCDQHVKGIKQLLLYSTPQILIFQLKRFKSSDDVTQ
KIKNNMLVKFPFILNMAKYVTNLNLPNDYLKGHDISELKYKLFGVINHYGELQEGHYNSFIKNLEDQKWYCYDDSQVTEI
QLQDIITEHAYVICYERQN                                                             
>Ptet_A0C4Y4_A0C4Y4                                                             
MRQNIFTNNQRPPSTTKDKMQQQALPNYPLLLNKTQSTPTQEIKTYSPFSTYGSSTLNTQSQQTSAIEYNIQKQYPSQIN
QQQQLSVMTTSLQTTQKTTSTISSMTQSQPEQYQQKSMINVSKGICGLRNIGNTCFMNSVLQCLLNVPAFNEHFLNGDYL
KDLNSKNSSVPNEYSKLVSTIRNTPNFQSIAPYGIKSAVEIVMPCFRGYAQQDAQEFLVGLLDGLSLGLNRVKSKPTYKE
MNDNVNGRTLQDLSKEWWDYSKSRENSLVLDYFQGQLLHTIKCSVCSYSSFAFDTFQDTSLAFTRAFKILEDMDLDRLLD
KYVIEETIDDYYCSKCKKHQKVKRKFTIWRLPHILMFHIKRFDYRRFSSDKLNHRVKFPLELDMTKFIQDSRKTFLILVD
QSTKNCQYSLCGIVNHSGTLYGGHYTADSKNPYNQKWYRYNDSDVREIDIKQQRYDTDGSSSPYILFYARKSLY      
>Ptet_A0DAL0_A0DAL0                                                             
MDLPNHRYCKPGKNAIKISISFMINAKGTVSKDLLQSQLNLKTQTDQKQMRNSIFIQTVDDLQKCDLPTLQELYRTNQIN
SPNWKPTGLINLGNSKISFTSLACYINIMLQYMFNVTPFRQLIFNVQLPSSKNNGQKVIQKLKELFALMQSGNRNYINPC
ELITSLQEYKPNILTIKGEQNDYNELQLMFLDAIESSLLDLNNEQVIQEFKSIFYGQSEENIIVNNKVVKTNPTQYSSIT
IEANEENLLKAFTSSRILYIDDYEISEKVFTKALIHQNIKTVPKILQFYLNRVLYDTNQNQLIKNNKVFTFPSTIDISQF
IQDDSINQSKEMQELLKKEQEILQKLEQCGDIQSDTQFEGLIKLFTKQPNEQFIIDPQPNLQSHLEMAKQLSLYQEAFKI
KKQQLQMEFIKIEEQKRRVIEAKKTIYQLTALLIHSGTALSGHYYCFIYDGKFWWKFNDRVVTQVEFPVVFAEAQGKTNM
NTNVSGLIYEHCEQINQKRLVPLGNELEKFIEQKNQELLMLFDQQKVLQIKSRILQRAAEHKIIYPKSQIGIALTKYQYF
EEFLQGNSNRHYFVRYTILDEELKILNPILKYPQQINEYKKYFISNSGIFPQNFDQMFQQDYSKYTFINNIISNFQVPSI
VTSTNFQQVITQFQKYCLQLKNLDNSVFEYLTIIFQAILLQGCFLCELLIQKSKLQEGKQLTQFIFETIKTSQFIQAIIT
QQLRENMKSIIEELEELSKKQGQISKSNIASPNIVVPDSIFQINQNKIKDLSDVIQKFDELEQNTQVIDYIEFVSYGLAL
>Ptet_A0CEF3_A0CEF3                                                             
MFICCNNKPKKENKSVKNGSTAAHSDAESIKQSKCEEYTNKEAIQEIKNIEPMNEKDKKLQEIQNIVNRIKVYRNQGKFD
MSIDIEKAFVTSLIEQDLPTTHFVECRWAVNYTKFLERNIDDIPPPINNHKLLTEDNTNKEIVVIRSEKDTQLLPGLKPD
RHYVLLNDRSWNFIQLLYGGGPTIIIDLDITVMSPDIFHDDLTNVTTHTANPSKISFDPAIEIAKYEIQNLEESEITNIK
NTNGRSIPQKTNSIKINPKPYELPYVGLNNPKYYCYMNSILQCLLSIKELNNSLIKYPKQQNKKFTMAYQEFLKVVQNSI
PGSSISVEKLQNMCLNKFKYTQQQDAHEFLLYLLSEIQEELVGKKQYKKEEFPNAQEAWDIYKSRNPDIITDLFAGQIAS
KSYCSKCKQISEGFDPILDLNLPLQKNSIPKEYKLYDCLQNYFKEEQINDVWKCDRCNFVNKSVLRKIKLTQTPKYLILH
LKRFTQIPRSQKITDEVKYPEILDIKEFCEENVEYTKYTLKGVISHMGQLNGGHYVAYTQRQNQWYNFDDNVVTKDKTNQ
HLSDKGAYIILYEQR                                                                 
>Ptet_A0BQY4_A0BQY4                                                             
MKKQIQKEQIDQYTQMGFSVQLIHMAWEVINDESEMMDTLIALTSQNQQMQQTSNKQDEEIQLTQALLDSYKTNQQTGSQ
KFEIISPEQRKRVDGIPCGLKNLGNTCYFNGLLQTYFFDCQFVKTIITFQIPQQIEQSKYGKSIQLVQNLQNLFISMIGS
DKKYVDPSEVVKSICDEFGNVLPIGDQKDVGEFNLYFLSRVGEALTQTESQSSKIEDIYIESSPSILKQKSSVIHDEDIV
SKLFLCKVFHQFEFDQGGIQQIRESTELFNYIPLDLKDGNLYDSFDNFIVNNIDDFKNDFDETVQAVKYNWIHSPPQKLS
FQIQRVIYCKEKNDLIKQNDEFTFDEEIYLDRFLIENREKYLETRIQNKEFKSKQKKIKQGLQQLTKFNDQHDLQDVLTN
TIKFLEMQNVENNEHAANFGQSDQQAAIDQLQQYNQKVLRKKKQLQTQYDELENKIQVSYNDLKKHKYLLQSILIHDGQA
NSGHYYTYIKDFRRETWFKFNDIHVGVETKEKVFQDAFGMKTGVNAYLLIYARIDIVKQELESQIRSYRISSEQGYLNDK
YGSFLNYMQREQLAKENQLFYNEIEEYKSSRIIEKLIESYQIRFQFINEHYRIISSKVQSTVYKPLIMLNFPMFIKSKMT
VLGKDSYDNILKWVILDSALRDVNQDKSGIFGGQISENFQNQIMVKFKAQFNEFKRPTEYLSTEEQNEFHKLSQEYIQYV
AMASLASILLDLILKREFPMVLSVLHHFSMIAKQLDTHNYFYKMASNFQKLIPIIIICKMIPVQADVNLKELELLQAYLS
FQHFRVEDQNFWETQISIMMNAVCENHDEPYVQSIITKFEANIKDPNFIIQIEQVNDEISVQQAALSANYDVFYWSPNVK
QDVLFDKLVSGWNEMKAQFEPFIKIQKAHNQSHNPLMKQELENLIC                                  



>Ptet_A0E984_A0E984                                                             
MKYSGKDDDQEDSDDQQKTSISQYQANKLKQQAKEMHEMLMLLKENFEDEDCDKYYILSKKYLNLILLLSWFNQWKQYVS
YDQVVNDQPPDSKFGQTMLHGYNNDLLDTRINECFKFHPLNTHPWNTWLKPNLQEDKDYIVISQQIQDYLNQNYRGTQIM
RNSIGQGKNKNVVVNLLRFNATLILANTIMQIAQDNLTQFEKEILQADENCVIKDLYTLIQKTVHTFRGNYNTQNGVRIW
RYKHQTDPFKGLFAEIKKQVQDLDFNDDQVFDFSGEPIENSPDITLKSLNLTQNDLVLIEFQQHYKPWCIKHPSVPVEGK
CEGCGQISELHFPCKCKKVAYCSEKCKVNDEQFHLPKCDPCGSDDEQVKQIIINDQSVKGIAGLANLGNTCFMNSGTQCL
SNTYQLSEYFITNKYFDEINEDNPLGTKGQLVRKYASLIKKLWCGHKNIVIPTSFKKAVGQFQPMFKGFQQHDSSELITF
LLDGLHEDLNRVKKKPYVESKDNQGKPDFEVAKESWDNHLARNQSIIVDLMHGQYKSTLKCPTCSQISITFDPFLTCGLS
IPNKKQKSIQVKFIKSIVQIETKSLTFDGSKKTMPLHEFTKEQIIPEFKIDPNAELIFYTSFSNDFQTLIDPKSEINSVR
KNSKRGYLVAKIINEDEKEIPVDDRIYLNYSQKALDGFGQQYKRTIFQSFYVIIQKEFTLKQIHLAIFKALLPIFCDVVS
LSEISTPELIRQYYEHYIQGKYYNLYFRSQSAYWQQCGFCGLKNCQDCEADYKDDTYEQIKTKVQASDQHNKMELIVFWI
QSPFQNVKPVDIYSYYQNQQYKKQMEERNATNNNEDENNDNNNQNKRYVMTSNNYANNNLIPKVTLQECLRQSEQPEQLA
EDNAWYCKVCKEHVQAYKSMQIYKASDILIFTLKRFKASSGFFKQKLETFVEFPVRGLDLTDFILNKNRPLDYEQEVKDQ
EKIEEEFQEQNEGNKKLIYDLFAVSNHFGGMGGGHYTAFGKNHLNGKWYNFDDAQVGEVDEDQVVTKSAYVLFYKRRSKD
ENTQDFKTQD                                                                      
>Ptet_A0E093_A0E093                                                             
MIVDDAPILIEEIAQPMDQEAFLSEEYEMPGNKSCRLAIFPPHFYFGLEDKRNAINYIAHAKDGIEFKIQIGFEIKDGNA
SILVICSALNEILDQSKIYKLSSTIFCKKNKKLKDVKLEAKEVSIRIPLTQKQKDVQFCLMNEISIEVAPKYNSRDEVGF
TGIINNAATCYMNSVFQILFNLGIFQKLVYSIESEQHNQFPCTLQSLFYNLKHSKIAISTQDIIKSFKWDVDQQAIQQDV
QEFIMELLKALGTKAPQIENEINHLFQGVLENHIKNQIFDNKNQEQFMDIQLNITNSLRESLDMFVENEPLDAYIHEEFG
KQEAIKFHKFKKLPPILLINLKRYQFDGQGFTKIHDSFQYDNIINCKDYLIDEEDKFYELYAVLVHRGEAINHGHYYCYI
KPFFQSQQWFKFDDKFVTRATQKEVFQNNFGGQYQLPEYNEDLGEVIVENKNNPETAYMLVYLEKNNPDLLNQPDKYPEW
ILQQEQKINDLQFEQKNYISTYLFSINHLNLNQKQQIKSGIIFHRQASNQSIDFNAVEEFFDQYTTPLLVPKTITIQQII
DQLCDKININKNNAHLLIYRITQLKPNLESVVLMSHQKQLTFYLANKCYQMGLMLISTNPEDQQLINNYLGLDKIKLEQT
QQNVKNVKEQKVNDNKLIIFVKTVNNLVVSFKQVLLFNKEENMENFIMNEFNQELKVNVLYQNDGMQIKQSSKFKNTEYY
QVYLDYEYKFQAKIFEIENMKEVLIRVVNENQCISQLFNKNDSAQHLLEYLAQLEDCHPDNIQIKYKDRKGNYQVLQQQI
MIDEIIQYDNSIAYKQTVVPVGAMKEQISFQVDNQTYIIQKSMSFGEFMEQENLKETVPLLTSKKDQKAAWVLLDQNAKI
SKTISKYNLKFVKPLMLGNDIYVICFLQSVEIILLCNPLIVSIQKTCTAA                              
>Ptet_A0CFM7_A0CFM7                                                             
MQQFKDTDNNSENLNEEDKQCNKQYKTSSSINQHVPQFPPKKAPSFSMEAPQILPLLLQFRCAQGNNKRELECQLIKRLV
NVKKNQEPVCYRLNETWALKYTNYLYENSNTLPGPIDNTPLLQIKEPIRNRDYFVLTDTVWRFLLEEYGGGPEILEDKVP
PSPVSAISSTTERAKSADISMMSSASQQELPSEIPIKGLKNELFFCYMHSILQCLMCIQELNHFILNSINRHNGQKMLYC
QCYKEMLLQIRDAQSDYIKINNLRTMISKKFNPKFQHDAQEFLLYLIMMIEDEIIEVNKEYEKKQQPKLENVVRKYLKGQ
IVSELICKKCKHKSVITEEFLTLSLALTKVSTVNQSLEEFLKDELIQDYKCDNCHKKNIAIKKTRITNLPRYLILHLKRF
KFFPKQTKITQQIKFSIESNFCNTEYKLIGVIVHSGSLEQGHYYSFGKKITKMVVVQ                       
>Ptet_A0CQZ4_A0CQZ4                                                             
MGIIQDFNKQNFGCLKLSKTYIQELNIMITKLQLTVFSMFLNFMLQQFLNMGFTQQQILKAQQICKQYRNLEILDVLLKN
VQSPIKDQSQQQSQSQILRELSFDVLTPDQRLRQKGIPVGLKNLANVCYLNSLVQTYFHNPIFVKEILSFKYPVQLNFED
LLNKNEAKAKRIKSSIDLVVHLQRFQKINIFRLFAYLVHTDRKYVDPYRVFLNVVDEFGNRFQLGDQKDWAEFNLQFITC
IDEGLKYHENKIMDAEMQNKDESGDMHESDQYQNDRNKSGITQTRSMILLDENKAKLIEQQPLQSQPQNQTIINRLFFGK
TKEYITHPNQRNQSEEQEQIFLQIILNVKNKSLYQAWEANNSFSIEGYRNGSEVIELAEKAIWITQIPDSLLFQIQRVGY
DPERGLIKLNDEFRFEKEIYADRFLLENRQKVIETQQQLIELKIKQAELLFQMDKYQNYNGISMLTVLSTATKYVKEAKP
DDEIMQQRIEQCRLSIQLILQKHQFELDEINQKIEDLYAIMKKYKYFLQSILIHEGAAESGHYYTYIYNPSLKHWFKFND
INVTQVSEEKVLRDAYGDGKSKTNAYCLIYQRADHFEPQSYSDYTNNSVYAQYIQQNLYEEVKNDNKKFSIEQQEHELVE
LGDLVVEIYNVQFQQVNEMARKFKYRNGNPLNNFPTYLRTLLDQMNDLVKWSILDYAIREASQGKRNLRDYQEQMIFQQR
CISIILILESNTILNN                                                                
>Ptet_A0C185_A0C185                                                             
MLDGMFEAVDEEYNPTTTVYQTRRAQNCADQMDLPEYPRVKHFAGLKNQGATCYLNSLIQSYYMSPEFRKVILSLPLCGE
TIEDSANFAKNESRNRFLLEFQKLFIQLQSLQSKATSTLALTSSFGWNDGQQMQQQDVSDANKVLFETLDRSLYGTPFII
APFYKGVVFHHITCLNCNNSHGNEEIMYDFNIQVEGNKNLSEGLFSYINPFLLDGNNQYLCELCGFKVDALKGDKIRKLP
SILTITLNRYTFDYERMQRVKLNDRFEFPLEIEMGVYLENPVDNLVYELQGVIIHRGNAHGGHYFAYFRDLLDEGDWLSH
IPEYWQEKEESQQQQKKKNDEEVDYDEVKLPFEISNPKVAQGWFDFNDNTVIPIPVNKIQSQYQGSESAYILIYRDRNLV
PSKLSNEEIPKYLNDYVNKLNEKIEQDRQAYEEAKQHITITVADASVVDLQNHKLLNDNYEKVTYKLKLSSTIQQLYEQI
KKDEYWLLEFKENYQNKLLHFPRYLKNPESTLEEEKVEHESTWILVRRDQDLLQVGLKKIPIKLNLLINKQPQSFLLYLS
TTLLELKQLVFALSGIPENEQELRNVQNQKIVSDLSDETLLEELQLTLESQILVKKKAPIQDVNKNEKDLQGGEDIISIL
VEQEDKNGVSKFYVNINQTIQDLIEFIKEQFGITDAYRLRNLNGSILFCKTDLPIQLKEFQSFREGGARLQIEKGEVPET
GKISIVIQNKEQNIEIHVDPRSDKIEQLKLESCKSFNLDPAQYRLYKVDWLQVPSEGLTDETKTVSQCYLRDRDLLILCD
KTAQIDCELVRFQLYSTTTGYPDDCVFQKHETMRKDATLKDLKQMIISTFGLNVDVDHLRVRDINKNRFFGQVFRKLELP
IQKCQFSTNDIVYQVLNQPEYLKDDEMLLLIKERDPLNKVYIKQQEFVFKVSKTPTLNELKEQIQKFVGIEEGAELQLAK
FIIQEFQWLHIDSNALQKQAQGKNKGKGKQGKQENQNNKQPQKGQKQQQQQDPCDNLKKSPFNLGEGDFIGYRFGNHPND
DFQTKEDNELRERMIAARKNKHNALGPFRRQQEQGFIVDIE                                       
>Ptet_A0EC61_A0EC61                                                             



MQDDAQQSEMKSKSQNLVQEVTISQEFEMPINKTKRFVLIPPLSQIRFEDEKNRLQYSCHAKDGSEFDIQIEFENKADNA
SIFVSCKPVSQQLDHSKIYKLSSSIQSKKTKKQKDIKIEPKDNLLKLQLTQKVKEQQLCLQNEILIELAPKYNSRDEVGY
TGIINNSATCYMNSVFQILFHLGIFEKLVYSIKSDQYNQFPCTLQALFYNLRHSQIAISTQEIIKSFKWDKDQQALQQDV
QEFIMELLKAMCIKVPEIEKDINELFQGELENHIKNEKFDNSNSEQFMDISLNITNSLNESLELFIQSEQLDAYTHDVYG
KQEAIKYHRFKKLPPILLINLKRYQFDGQGFTKIHDYFQYDDEINFKQYLINQVDEIYQLYAVLVHRGEAINHGHYYCYI
RPTQNSQEWFKFDDKIVTRATKQEVFQNNFGGQYTQADYDGDLDEIITKKKNNPETAYMLVYIKANLPDILVSPKVFPEW
ILKQEQLYNDTQFEQRHFIQTNIFTINHLNQNQCQQMKTGIIFHKSALNQSIDQNVIEEFFDQYTTPLLIPKIITVQQII
DQLSEKINVDKKYLHLLMYKISHLKPNLESVIQMQPQKNLSFYLANKIYLFGLMLLSTNFEDQILINNYFGVDKIKLDLM
PQIGGGKNSKENKSIVDNKVLVIIKTYSNKIIEFDQILLLDKGQPILDTINREYTNNNQIKIYYQNDNLEFRQQNSMFKN
TEYIQVYLDFQNELETDIEQINNLREVIIKVLNESQCTSQLFNKNDSTSALLDFLAQLEDCKQENIQIKYKDKKGNIQTL
QQQMKIEELIQFDNNISYKQTIVPIGALKEQMSFQVDNQTYIILKSMSFAEFMEQEQLSPTTHVPLLISKKDKKQAQVQL
DLTQKISRYTYKHEIKFIKPIVLGTDIYLICFLQSVDIVLLCNPIVCQVSQNNTIAEMVNRIIQDVSQAPIQYKSQSIQI
TEDFIYSSEDNKTRRLEQQIRVRINNQEIQQDTQMGIGSLMPELKQLTLVMTFLTIRDTKVDKLRQKGVQIF        
>Ptet_A0CCI0_A0CCI0                                                             
MFGDTFETVEELLNPTITNYQTRMARNCADYMELPELPRLKHFAGLKNQGATCYLNSLIQSFYMCPEFRKVILSLPLCKE
TIEDSSNLAKNESRNRFLLEFQKLFIQLQSLQSKATSTEALTSSFGWNEGQQMWQQDVSDANKVLFETLDRSLYGTPYII
APFYKGVVFHHITCLNCKNSHGNEEIMYDLNIQVEGNKNLSEGLFSYINPFLLDGNNQYFCDLCGIKVDALKGDKIRKLP
PILTVTLNRYTFDYEKMQRVKLNDRFEFPLEIEMGVYLENPVDNLVYELQGVIIHRGNAHGGHYFAYFRDLLDEGDWLSH
IPEYWQEKEEIQQQQKKQNADEIDYDEVKLPFEISNPKVAQGWYDFNDSSVIPIPVNKIQQQYQGSESAYILIYRDRNLV
PSKLSNEEIPKYLFDYVNKLNEKIEQDRQAYEEAKQHIIISVADASVVDIQDHKLLNEKYEKGTYKLKLSTTVKQLYEQI
NKDEYWLLEFQENYQTKLLHFPRYLKNLESTLEEEKVGHESTWILVKKDQDIPQVGQQKVPYRLNFIINKQPQSFLLYTS
TTLLELKQLVFALSGIPENEQELRNTQNQKVVSELADETQLGEMQLTLETQILVKKKNQVQTASKNQKDQNQQLGEEIIS
ILVEQDDKVGVSKFYVNINQTIQELIEFIKEQFGLTEAHRLRNLNGKILFCKSDLSVQLKEFQDFREGGARLQIEKGEVP
ETGKISIVVQYKEQNFEIHVDPRQDKIEQIKLESCKSFNLDPAQHRLYKVDWLQVPSEGLTDEAKTISQCYLRDRDLIIL
CERTAQIDCELIRFQLYSTTTGYPDDCVFQKHETMRKDATVNDLKQMIISSFGLNVNIDQLRVRDINKNRFFGQVFRKLE
LPLQKIQFSTNDIVYQVLENPENLQEDEMLLLIKERDPINKVYIKPQEFVFKVSKTPTLLELKDQISKFVGIQEGTQLEL
AKFVIYEFQWLHIDPDVIEKQLQGKGKQGNQGNQNNKKKGQQGKNQQQQQQQQQQNPCQNLRKNPINLSEGDFIGYRLGD
HPKDDFQTKEDNELRERMIAARKNKHNALGPMRRQQEQGFAVAIE                                   
>Ptet_A0DAB1_A0DAB1                                                             
MSDLAQFKESRKRGIDEFHTSQDLIYYIISKKWLEEWLESEEKGQTFNNYSCVNSDLILSKPQTIFKYDPIQSHMWNKIM
LPNLQEGVDYEILDKATWEIIAKKFHTTTIERDAVIINGKKQVNVNLVPLNLGAVFPSSLRKFNGGKSVSLIKGDQYVSR
TCKLSSFIELLANTLQTVNGYNFIKHDGIRLYKSPLGMTIQEIEKHISEEIKALGTYDDVVFDFKDGEYLDPAKLETIDD
CQIAPGQVILGDFKEMQKNWSIKHPNFPMEGKCEGCYNFKVLQFPCDCKKVSYCTEECKKRDEAYHLPRCEKTDSDDETM
DKLQRNENSMDGKVGLKNLGNTCFMNSGIQCIGNTFPIREYLLSNQYKQDINELNTLGTKGELASKYAHLLRRMWYADRT
PIPPFSLKRAIGKFQPQFQGFQQHDSQELITYLLDGLNEDLCRIKQKPYVERKDYDGRPDFEVAKESWEQFKLRNDSIIV
DNLYGQYKSTLRCPVCNKISITFDPYLMVNVSIPQNTTKKLEIQFIDPNLLWDCQTLVYNYDKAQDPTLGLILQSPEIQE
KIQQINPSDLIYICTSAYQHDDTDENDKMSSLRKKLKYKKLYIRKALQSELNIEKENKVCIMIHESFKQNAQYQWKREIT
PAFNFYFDKTKTKHIDIHKFIFDIHIGVLTTFEDLPKYQGNNWSEYYEEHILDKVYYLEFKSNQNWQVECAYCDAKQCND
CVCAYGSDTSIEKYLQKEPKLEIEVFVVWKRGLKIASSVDELYNDWSKNHQRIQNNVVEELPKQQNDQEVLQDNAEDAKQ
QEDLTDEQQAQKQNFNTSVIPLGPSIPTIQPTNIKVGTEKSMKLGECLKFSEEPEQLDEENTWYCNQCKDHVRAFKVMEI
YKTPKILIFHLKRFKNSNKFFKSKLETLIDFPIQDFDIREFVQNHHLPSEFHTEDPENPKFNNPIYYDLYAISNHFGGLG
GGHYTAFAKNYYDNTWYNFDDSSVYPIKEDSVNSTLITSAAYVLFYRRRE                              
>Ptet_A0E8K9_A0E8K9                                                             
MGVCCQKNKKSEFTQYQHMEEDIWKSKAIFPDQYLKVLEQRYYALQPEYGLNLEKLSRLIPNIKSKHLLNRLLKYFNMKM
EDQIDFNGICLLISKFLNAGQTGKIEILFQLYDLDNDQMLDSKEFNLFIQENDNLLDQSTRRNQNFTRSKFKTWAEGNLK
LDKTMSFKIFLRPDQEKQMIEQLKDQIKNDKVYIISSKWWDNWKQYVNMATANPGQQIDDVTQKPQQEFIEISSQLWLAR
PGPIDNRDIAGEYEGELKLQAKQKCDFQEVGEDAWKELLSWYGITDKRLEFKRRGKFDKDGFKIEVHPTIIQAFETDANG
IVQYKKWFKLKMSEDSTMHDVRRKLFQKFQIKTINGSEYLLYKMKINEDWELILDLDDNISSLNITSGTYFTLTKLKQKP
KSKVGNWQLGQKSLIEDPSQRVEKMCLAQRFTEDLKYVILHIEGQSFFDDFQLEIKENHGAQFNSYIQGRSYNIKYPGLQ
NLGNTCYMNAALQCLINTKYFFNFLFNEGYKNKVKVNNSLVQHLSSLAKEMTQTAELSISPSVFQNALVRICPRFKMYEA
QDADEFLDYLLTQISDELKGYDTQQDTVIETLFQGDYLTQKQCSSCQYEMNEPEKNKIFRLKIQEEAGVFKLRLLIFMKL
KFIYDRDEQFVVNQKDLLKKTIILTKNDGSFTMRDLYEKINSILGLAQNEYEFARSYKKEFIKIFINIDENQELTKLGIN
QNKTLNLYQLGSIHQAEREFETISQMFNYPSQDFKLNDLINFLDPNNQWKQGKIVQVIQSNPIKYKILYRLQQQNNNQKQ
FEYIMDKQKIVKFREKIKHHTHEKVPLLHYYFNTFKKQYNLTLKPIILLLPIQSLSLLELKVYIYKQVSRFINITHFNVQ
SPFKSSNVSQQEICNFFSNPSFPYKIRVLDQNRKCLFCENIRPHNNITQSHCMGCEEDPILLNFDQFTKPSIILEWKEIK
FAKILEKRKDELEERSLIHLRLQKCLEKSAEDTFITQECFSCRQNTQIRNNSYLNKPPIMLIINLQKYKSNGEQIERYID
FPLNSLDIKDCRRSKQPVLYDLYAVINNKRGRDITHYTAYVKKKDEWYEFDDSNVQKVREVQTKNAYLLFYTIQEIPEDS
DISLLNFK                                                                        
>Ptet_A0E5M7_A0E5M7                                                             
MGVTQSSQNDHLEKYLGQDFPDGEILIGFENPSNICYSNVILQALYYCKEFKNQILQHQSSINQNNLLDLTKLLFQSISK
HKQKTGVISTKKMMNYIKTKNKIFDGKYHQDSHEFYMWFINECEELLKDKQNNWVRQIFQGQQLTQIECLNCHSISQREE
MYCDLSLDLFPNYSLSTCLQQMSKEEQLNGQNQFFCDKCQSKQDAIKRLLLNTLPNVLVVHLKRFKYDERCGQMIKVSSK



IPFSQQLSIKALKQTKTYELTTIIIHLGQGILYGHYVCITKIQGKWFKFDDDKISLFVDQDLHFVYGRSYPTHAQTCAYM
LFYNAQ                                                                          
>Ptet_A0CAH9_A0CAH9                                                             
MFICCKSNKKPKVVQTQTQTPPQQTQPKQSKYQIRTSNDQDQHSTNLTNMEGTNDKINLSLQEIEKFILYDKKTIEQERE
LVTKLIELPDKTHLIEFNWAIAYTNYIKDAGIQPGEIKNKILYDKIKAKEELVLDKDYVLVNDQVWNVLVNIYKGGPMLT
INDLDRKSENNLLDQSLKVFASPSMNDLDKKQAKIRNLKQMPIKELQIIGLENEIYFCYLNSVLQCLMGIPQLNYHFLHQ
YSTDCRPFSYAYAILLKKASKVHYKARLLAKELIKVLQKHFSIYEMHDSSELLLFILDKFKEEIYINNAPQFIQPEQCQF
KQSLTFIDEIFYGQLTSYIKCSSCDKISQHQDQFYDLSLPLVSKNFMQRKLNISECLNNYFKEEMIEGEWTCSFCNEKLR
NIKRRVKITFTPNILVLQLKRFQSFPQKKKIKEPVTANMELNVKNFCIPEVVETKYELQGMIVHSGSIDQGHYVAVVKRN
QNFYLFNDDEIERLSPNQINQIDSAYLFMYRRKSD                                             
>Ptet_A0DNX3_A0DNX3                                                             
MKNDEKLYQNIQKRLEGRLDFTNKNDDIRNLLIECNKIQDNEQGYKSINLIFQAIQKSGQKVQLSDSDQIQIVKSCKSLA
ILGFLYNQDQIKLQNKEKEFRENIRYQIDELQIQGSLEKAFLFDVAIKCDNKEQFIEISTIIKLIVNVLIYFGSDSFHFT
QIFDVIINALLLTGNNTTIGKDHQLLSILDQLQKLLEETTSPYLWTIILESILNASRHTDKPTDFVQPNLIARIILSKIP
FINDLFNYFGKYLGRCYKFEYKMFQSMLYFGVTESTLDMILRFSKYFVKNYQTEILIEMRKNLIPKLIKYMKATNYFDQI
QELFNYFLISSQQQQLSDQQLDLQHFDEIITNYDDNFDFYSEKQLHRIANFLTLIPQGINKTGLKNYGTLETKLRAKHMF
NQQISRSMIEKTEQIQYWFNEEIQQAEKSQPTQKLVGLRNLLNTCYLNSFIQALFWSLDFRDLIMNKFKREEIEFLKPFS
LKTSFLRCFLFMDSMTEEIDYTPLLLKRALREPYKTDIRQQDAAEFGVHLFEDMENNFDPTEYSQIKEIFYGVSKSVFQC
KNCEKQTKGPNEEFMYITLNFENDRNVQEDIEKMIWRHQVNEQITFKCDQCKNTSQSTRTLEFSKLPKNLIILINRFEFE
QGNRYKINDSINIKPIIQIKENQKSLNYELYSIIIHFGQTPDMGHYTVYCKVKEDWHRFDDSIVSKIDRDFTKVQRNFKK
EETPYLLFYRRKNG                                                                  
>Tthe_XP_001033076                                                              
MVKVVLKWGTKNIEAELDQSLPVIKFQEIVYSLTRVPIASQKIIFKGTLFKPETDLSKLKLQEGSVITLMGAAEENEIKE
IKEEKKFYEEMTPEERALIYKEKTGEILPAGLANMGNTCYMNSSIQCLKRINELKNFLQNRQIPAGQGAQGLVGIALQRL
FRDLDKKGEAVKPIHFIQSFMTAFPQFAEKEQGSIAFKQQDADECFQNVIQCIEPQTNYEDELGNKTNLIKDIFEIEFEV
KQTNNDNIQEVSVKSERSKKLMCTIDNQSNPVNQLTEGIEVSLQGTVQKNGQDGLLHDFTETRRIKKLPSYLAIQMMRFF
WKQKSESSRTEATKSKILRSVAFPKILDVTPYCTQDLQAAIEKGKDYEKRQQEQANKNTEEKFAEYKRKLESEGKMIPED
TKALYKQFKEVQKEEDIKQHDENLYRPHGQGLDNGTYELVAVLTHQGRSADSGHYVGWAHKSGDVWQRFDDDVVTEVSID
EILDLRGGGDRHMAYYLIYRKLEIL                                                       
>Tthe_XP_001470681                                                              
MSKYKQEIEEVIRKKQKLLEELELSKNTQEVIDDNLAVEDGERKRKIPKIKDDNTKQQELGNDEILDSQLVKDAYNTQNE
HDEEQNEEIQEKKNDIRKECPFIITIKRHLLDFDFEKLCSISLANLNVYACLICGKYYQGRGRNTHAYLHSLETNHHMYI
NLHNAKVYCLPDNYEVIDQSLNDIKYNLAPVYSDQQLANLDTMDTKSRALNGIYYQPGFVGLNNIKMNDYVNVIIQALCR
IPVLRNQIIRFNNTVNQDVFDLKTLISKRFSNLVKKIWNPRNFKGQVSPHELLQAIVLKSKKKFTINEQSDPIKLLSWLL
NNIQSELSNTNYKNLIDECFKGEVEIHTYTPLQNQIGYSSVPEIENKPFIYLTLNIPPPPLHKDDHKKINIPEQPLFNLL
KKFDGITTHDNPKYRKTYRIKKLPKYLILHMERFTFNKYYLEKNPTIVRFPLNNLDLKGYIDEGKSLRYNLLVNICHEGT
AKAGTYKIHVRNKANNTWFEIQDLYITQVLPQRISVSEAYIQIYERIDD                               
>Tthe_XP_001029809                                                              
MRERYWNDQLLAYLHAFANQSNKPKNNKCQSISDTYKPKYMNQRVFAKQSQLGKQKQIIQASICNQNNFKSQLNYLKNNK
TIKQMYQSKINTNTAGEPQFTPEDHFASQYNAQEDRKIQEEVILKFYKFFKTAYEKSRIVYQISISPLLVYNLITSDNIH
QSEIRKLFNVKFFQDLVENCEQLEVIGLALKLNCVITIPWLTNQSIQREYQQFKDEVTQFLDQKIENLASVNELDNYFLT
NILQQLVEQKYNQQITQKIKSQDVKDTNNKIQTIIEEILLFNPTRLYSISNYLVIILIKYMLILPSITDSEIKLVQKLNQ
LIFQRALSSQEGEQNYDVSKLTDILLFIFKSMKIPWDSKDPIRPNQNLHVLVEQLAQGDLLYKYFESYSFDLIYVFFNPE
DTVIILNNLIDCGYTQDICFLIFNIIRSLSQIRRFDVIKYVHNEFIMKKIISKIQCLAKTVQLSDLQMQTLIKQLDFVNH
FKQAINREEISYLYKFFYLIYMNQDVTRGLSAQYAQKLKEIVKEGIDNKLIDINEQYIRQKIEDMKNVYKMGDNIIEPSY
QLSGLINVGNTCYINSFIHSLYHAQAFREFVLHYKTVFDKSKVFCNFLDPVEEIMKVFFKMYSQPISMDIDAKQLKLSLP
EPFRSSMEMQDSGEFGRMYLDYIQNYLKDTNQNEEIDRFFFGKKENVIQCQQCKTNFRNTEKILDIYVNFCQQAYVKERQ
NYDLIQMIRSSFQAETFDENNAFYCDKCNKKTSAIKSALVKILPPYLTIYIGRFQYDKQKQERIKLLYPTNLPQSFNIQD
IFENTSIPQNQLQNFEYKLYAFIVHLGSQIDTGHYITYGKDLEQPNSNWKLYDDNTVIEQIKSNADELVKNFAESETPYI
LFYANKNHKPIDLHRYIRSKSQIYQNIDNLDLKQQISANGYFYNYNNNNNNNNN                          
>Tthe_XP_001027607                                                              
MNQNLKQQVENAKEMGFRSDIIERAQQMYSKGDNLIDLCLEIQSNQNQNQNLIQNMGPSPQLSHKRTDSYMDHIDYDQDF
NLTDRIRKKNHPVGLMNVGNKFCKYILKYRYPSRLDFNKLTKYLGEQKSKRVIASINLVVHLQRLFSFMVLSDKKFFNPT
NLLKNIVNDFGERLKIGDQQDIGEFNLTFLSRVEEGLIYSENNVTKLEDKWLAESSSQNSQASCDTQSNQEEFEEDKRIK
SLFFGKRTQVSIFYQDEQEIKHQESQQFSSIYLQTECKDLISAWEEQRNYTVDDFKNDKNEKVIASMQFWISKIPEVLLF
QIQRMQYDQKTKEVVKIHTEFSFDKEIYVDRFLEVNKDMYFQIQNKQQSLKKQKDDLIQQLEYYQNYSQSQLGILQILEL
TQKFYQDPIQKDLQIAADAQEKIVSILDQSKIKCLEKIQSLESQLKKIKDEEDLLFQSMKNQKYILQSILIHKGSSAEFG
HYFSYIYDLNQQKWFKYDDINCIEVEESEVLRNAKGFADQSAYGLIYINEDLAKKNRETIYKQDSTNLVQYLPQNLKEEL
IKENKQFQTDLEEYHLAQQASLIIREYDKRFTFIEQYIRKFNKMSIDKKFPCLINFGGFLYYQGLLNYFQLHLLDTSLKA
QISPSYGLHDLLNDQKLLLKLKEQIRNLYQNRGFNLNYSNKEIQFIEMKFAEYIQNVKCCIISCIIMESALNQDWENSLI
AIYKLIKINNPEQAYFRSFGDFNLSLILLKLSCLIFDFCGQDTPQNIFKIVTIIVAFSKNLPKNYELVLKQIKQNLNDFT
KNAEQIFDKTTLKSYNEHLKAVTDQSKNDQYASIVQKPYELIERKIEEIQKDMDNMYNWSIGLSEDKYLNRLLELQKQFD



QSSKKFASFFNLIFQKQSTFGLKERVNTLHSDIFKK                                            
>Tthe_XP_001025154                                                              
MADSLFRSQDSFQNVLNYFSDMGFDKKNIWEAWKNTNHRHNLMLNELIRIQQEQGKVPQQNIIKDSKEDSQIQQAIRLSL
RSFTSEANTEEYIRKGDHPAGLFNLGRTCYFNVVIQTLFSIKELREIILSIDLNMKQPENQSSIQDEERQKYVNLTKQFQ
ILFSCLLKGQKSFQNPKELFESLREFNGEVFKIGEENDFWEFQNSIFEILEKSFSKLYNISESELKNLPQQSSLFLSQLM
SINLKQDFFTNKLEEDKKKQLVSQQKNYNPMTELFYGKVQECITYNEGNNELKKFNEYVQGIVSLEVKHGDLYKALEASQ
IFEIPDYELQSGCKTKAKIENKFKKAPQILNFCINRLDFDRKNLRTVKLNNQFYFEKELNLTNFCVQDDQLEGTLRTEDL
DQINKLNRQIKKIEEKLKQCQNPNCAPIQLESCFENILQFLQKQQQLQQQDDFIDIDEYDVMELDQATGFFGLLSCSQQE
LKTTIQILNNYKNQITKQTESLSEKLEKLRKERWQLYRKSKKNIYELFSILMHEGTAGHYYCYIWNEQKQKWFKYNDSTV
TEANEEDLLFEAYGKPDSTKNACCLFYRNKIHKTDYKANTIVPPQLQEIVNQRDKEFFDNIDRQKVLNALEPFKRKLQQE
ITKRQAAILKNKDSLQCIIELTNFQNFLINLEDFKHYGIRDILIQMIKDPELESIKAELRDPSNFDNGIEIFFQQLEKVC
RIPSYLNMNESQISEYNLLKEAHQKILHCQKEFEMILKKFEKIESYPEVLKSLGAIQLCLKDMNPYISKNSLIAVRLSQG
TNYMLQVQLLKGCFNIDCLMQKQNTSELINLTNLIVICLMTFFRGDETLKKQIEQNLKYTLNTHGTNSRLFNEQLFQAFR
TSIDQISKINQLFEKNVQDMRKVFCLKYLNEKINWDSEVELVEMSTSLLNSWDKQLTTLTLWRNFLDKLMSSNKLISNDE
RLNQEELQYEKYI                                                                   
>Tthe_XP_001023191                                                              
MNQSDSKHYRNSVISSQLMRKSYLQTTPLASSRRQEDALSVISGQSSQRMRSTGNQKFLNTNVSVRRSQLFDASKYVCEE
LDAEQIIQLREVFNRWDQDQSGTLAPNELKLALMQYEKNISQTQINQLLGVVDIEEKGEIDFENFISIYKREVILKFINI
MYSQYDIKKQGYITVQDLTQFTERKLKKKENEETLIKIIQTVGNGQQITKSQFTAGCLKTIKFMGRKNQKQNKSKTKQKN
QDDKPKNKGFNSEVLVQQAYEGFQLLEASDIYLEEISEKVVYVIDMGWFQDWIEYVGMPALYENEDPRSQPYFGKSRPRD
QNGALCKDKAQNFHKYPSTMKESVYYGKVLVSNFNEDQTRIVDEEMWKWFKTQYPDLVEIPRAQLVVDTYLEYAIELINV
WFGILDQSTVINFKELNKKENHDHYDFYRLQFAKCLNFELFVDLMIRFYLHKKFGNEDNRDKLKFRIWKLDQTLHIQTTI
NILNSELKEETFRVKGQVFTESLSKNCKAKQFTKSHYKYLIEVVDKDKDWILKQHPIKAIGGLCSKLEGKLRGICEWCQD
DKHLVVQCLYECMYKDKKFHSHICELAFDSDSDEELDKNEVKTNYETGLVNLGNTCYMNSGLQCIFATKNICEFFMKNQY
KEFLKKDDDNLDNISQKLISKFAKLIKEVKSKKRESIEPWAFKILFGSYYYIFKGFSQHDSQEFIQNLLENFNELLVPAI
QDEEEEEEDDEDDGEKIENFLSENKFQKRFQKNPNLSEEENQALTLIKNLLSSSYSKIFSESFLGLLKSKLSCTKCGKSS
SSFDLFSSLAIPIADKKKEVTANVFYIPYNIQEEIKQVKFSLPTESKITVQEFLEKVAGLLETPNQNINRLMFAIISNEN
VKQEFFIKNCTKKAIEMIKECNQTNKFVAVYQLPNEYDFYDIDTNRIISINFKKIVAQQDGKHQNLVVINIPRIIVIDTQ
EIVADIYLKISDMLSPILPDASKFVNDLIETLEDESNEQTLKKLNDKLQFQILINSQMQRRKKQHDICIFCQSTTCKSCP
LPFLIDKQFIQFTQNYNKGDLSFSVLFQTEEIAKQVPQFQFNSGEQNKSDANNPTLIECLQLYLEKEILDEDNKWDCDIC
NQKQIASKEVTIYYGPRYLVFQIKRFKDNSKGEKVKNCVQVNYSEFEDFTDYIYKINPTVNTQQKAENNSRLVYRLYGVV
IHIGQIDQGHYTSYTFQNNRWTHYNDDLIKTVKAEELSELIINIQVNISPARDTKIIGQRALIWASNFQKMDNELFLDNF
DMSPICAIGTPQSKSETPVHNYRYPVKINLQYNPMQIKFDLFCILSQKSQIQKQSELPVRRANNDYGFENDEVLSQPKYK
VIKFNSSRDIQQGSIRDFSENFVSKTIPVEKTFVRINYLKNKEKEVKTVEDIVGCSTISTVNQSCNEKSQVVNPQKKQKE
KIKKANLSKSISKTTITDTSKNSQSYKKRSSISNSSKCALPSARSMSKKGGNTPSKNNSMSERKSNKKNYQTIIRTKSPS
HKLVNNSSSSCCSCCKSHASPLSSSEKNMVLPSEGGQSSVYHSISQRAQSVNSKKSNQRSSFNIHFDLSSEWNHKSSILS
QSGQNRTSEYLQKKFQQIFERKQEKIQIKQIQHADKAMRNELYGMFSRQSRDMRQKKLQELSMFEQMQKQLIQTVDPEKI
QKVQEIVRQSIEKYSLQKQTEKEEQEQKENQKKELIKKIKEYDQKVKQNNYLVSERKSKSRENSQKKDIQYKPWGIDQRK
FDSKPAEVNKVKIVKKDQIDLKVLFSKNETVNQLLKQIKNEQKKKQSEDQQVQPKKNQHSQSSNDIRQEKKIDANEFNKK
MEERLQKIIEEKKNKANELKVKKQDLNHKLSKIEQVRKESISKCRKVPFKPTQEQIEKAFNNIQEENQQNLSNQQNQEIQ
KNQNIQVKINNEPNTKSKMCICVQNF                                                      
>Tthe_XP_001017141                                                              
MQFYNDFNQYKGQIQGKINQCRAEIYWNIKYWCNMLYEQCNLNTIHDLRIQIQYILSKVDFYIAIKRVIKVKQIEKSIPI
QIQKLFALLQIKKDKKISTQDLIKSFGWTSGEAFQQHDSQEFIRILFEAIDNTFKIKFINELYQGNMVNYVKCLNCQNES
LREEQFLDIQLTIKNDFENIKNESIDEAFVNLMRPEQLVNDNKYFCETCNSKQDALRGCRIEKIPEILTIQLNRFTYDYM
MDRRVKLNNLFKFPYILNMNQFDSGYQGIPQEIKNRFEDKKTQTQKEQEELQKQKEEANKQKDLTKPSNQTNNMISNDQK
KKIVSKEDTKQKGQNLRDFLKNERLKNKKDKSQKEEVEIELFTDDVKGEKYVLEVNEIQDEQVQQNLPPPPPAPILLNLD
NTKNDIPPPPPINILNTNLGLEDNKNNAIPQAPPMFQSSNTQHSQNLNSEQEKQAREQQLKEYLEYLNSSYQQYWTETEQ
QIQEYLKDGDNVYELFSICMHSGGAYGGHYYAFIKSFEDKYWYKFNDSSVTYMELEDVIKKAYGGSDFNNAYMLFYRKYS
PNSSITFNDESIPIYLQKILEEEEKLKQEANKVITLKYDVDMKLKQQKGENLNQNNIKSDMEIEQSSNNSFVQICLANQH
NLGLEDLNSNLEVIKIEDVNQSLSIEGLQKLICIKFNAQDYKRVLIFRKIITEDQVLGQQLNIFSNKSLKELEVTQEEVL
FVEIQEEEIAQQYKWVDKFEEISSTIYIRYNIPSQEEELQTQFSQKIKIDSRRQEQYLKQVLCETLKIEQNQVILRFDGP
MGKEIKNMNSLIKENHAFNRKVYIQYGIPCNQNEYRNKLYIAQPQSLFEANIFFLFEEVGEIITDRNWNLDELKEAIRKN
LRNKNIPQYTQLCQDFEVREKYQFKLRRLYKQGLLSEQFVSEKTEFAVEFKETTVQNLSLDQYKLYVRILDSQNNTLKDR
FEIIVKQEDTLHDLANNIFSYDKTVNVSNMCVILVKDVENFQLNDLISEEWICLNNNSESIIKAPLKNLKDMRIQNQRQE
KAQKTRVNKIYHPKEKALKINYQQDNVDEQEQDINAQEKGNQQMTE                                  
>Tthe_XP_001012172                                                              
MEGQQQDQKLQEEAFKTDQMNQAEQISDQQNQQGCEQDLEEANYVGLSNIGATCYMNSVLQTLFMTPEFRENIYQWKYDS
DDSQAEDCIPLQLQILFAKMQLRSFPYVDTKDLAKSFGWDNQDGWEQHDTQEFVRILLDAIEKSVHGSKNYNFINDIYEG
TSANYVKCMECNYESITQENFLDLVVTVKNIYDKIYNDSLEKAVQRYIKPETLDNDNKYMCSKCNKKVKALRGTRFCKLP
KILSFIMNRFTFDFSDMKRLKLDDYVSFPFVLNMNEYINGYDNIKNKLSEEVDPSYFKSDYTIKPPVNKTKIGLTTTKTA
KISSVTTQIKKKVPIKSASNQTRDFLKNLRTQKKFQTDEAAGGINSNGSSQQGMFIEFDQNSIDKQQDAELQKAIQLSLI



ESQIHEKTGESKESGNNQNNSSAETADTLTDSQNHLNFNPAGPSPDPLQNKKQLCGAGVAQVVSDFQNIQMQDNVIQEEE
QKCNSQIVEENFNEENEGQLTPNGKSSSLINQKGINLSNSKASSSRINRHLSNKKPSTIQQGSSNTITSSTNQGQQREHS
TNKRDQEEKNKQDYKKILAEHLQKNTQDCNQLIEKYLKDGPLVYELYSILIHSGGAYGGHYYAYIKAFEDGGKWHSFNDT
SIMEIDVNEIQERVFGGNSTNAYMLFYRQWEPPQRRKLKIDNLLIPKNVIDIIEVQKNKWVEEQNWKLEQSKMMSVKVHY
ILNVKVIQVKSTDTLSKVLDSVIQEFKIKEKRENIRLRRYKPNTDQMLDTFEELEHLSLDKLKINHFTNLCVEVKKDGEQ
FEEYDAGTTFVKMAVWKPNIISLDENYLDSFNQEKCNYLQINGVACKGCKY                             
>Tthe_XP_001033384                                                              
MGFFNKLFSCLSAGKQKEGHKGMKHQHSQAEQNRMQMLQNQQNLQIPPLENIQGSNEERKNEIILKGLSKQTQEVHIKSN
ELNNTNSGESEKAKKSSNSQLQSHSKIQDNYIDNSVNAADGDDKNNRNGNLNQSNYSKKNPSFSQQNSSQVKKKNGQSSN
QGQVSMNLEAQNISKVSQKEENQETNFNNNPGSKNNTESISTSQSQIRNKNYKQSNHIDNTSLDSTKVSLNGSTVTNKDD
ISNSQEEYAMIDNKIKWIKSLDIKKRAEEEEKIISYFIQNTTCLSQNVLSFQWANEFSENIKKKIILGNPINNQMLVDAN
GNLKEGLQLNQDYMLVSDQVWYFLYQLYGGGPHIIHDNDPSKLKKLLFRPYRLENNSNYCYMNACLQSILSIGELNTYFF
DKMYLEYKDQITKKPHKFTIAYSDLLTRFQKSNSNQIISPSLFKKYSQQNFDPNEQHDAQEYLRFVLGEIQDELNFPLPN
KRPAEFKDSQQASKFYFKYHTSIVDRLFCGQLISKVQCQKCKYISSTFDPFLDLSLPIESKSLKDLNSCMDLFFKPEEID
GEYKCEKCTKTSRAIKSCQLGNIPKYLVIHLKRFKMFPYKTKIKQQISYPSTLDISKYYANSGNESTKYSLNGVIIHQGS
ADIGHYVSFNKRNDNKWFYCDDESIQECSNKDALDQEAYLLFYEKI                                  
>Tthe_XP_001033165                                                              
MSNQKGEIPESILNDYLQMGLNEQLLRLAYRNCKGQVNSLLDEYQHLLASNNQVLNEQQNKISNLTDNMDEEVQLNQAIL
ASQQEAKEKNISFEPLNPEQRIRKEGIPVGLKNLGNTCYINPLLQSYFYNAEFCYAIINFQKPSEEEIQKRLKNDSTQSN
SSDEQFQKDSTEQNILLKRVKASVELVCALQELYILLVGSDKKYIDPSKVIKNIVDEQGNQIQIGDQQDIGEFNLTFLAR
IDEGLSYSKKSFNKGAMEEELVHSLMRASSTSISQGEQELQRSISISMSDTSVVNSNFFGKASIHMSYPLGEETFEKQEE
ELFNIIFLDIKHKELYYALDEYVVNHIDEFKNDKGDIVQAQKYNWIKRAPKTLFFQLQRVVFDKEKGCLKKLNDSFNFEN
QIYLERFTEERSKDYLRIREQVNKLIYEKQQYELALNNINQYSNHLSQNQTKSNAKPEENKDQQSNLGLLSALESTILFL
QTNSKKVDVNPLVDPSYFGDNSKENLQIVKALEQYTSKVKQRIQELQEKIRQLENKINESYNGFKKEKYLLQSVIIHDGQ
ADSGHYYAFIKDHSTKKWWRYNDIQVSEETEENVFKEALGGWGKASAYSLIYVKEEVAIPPQAKEKPIRLHLASNTVNQL
SASQVRTVDYYTSIIPEDLLNNLCVENLKFQEEIEEYKASNTSRQIIDMYTRRFELNNECARKGDEARKKVKGSPPPFIQ
FCVYLKLHPKNDKGQFDDLIKWLILDSCVREHYKNAQHLNNLSDKKLEDKLKQQIASLGNFKAPKSIKISAENSDTIEQI
NSEFIKQLNNAEATIFAMQAALKFDWISSLAAFDYLIDLNFFSDQNKQAQFKDDYFFKISRDTKLIILIAMLHYYELKVP
FCTKEDSQEILNGIQVFIGFYKKQNKPDQKTQVTFSLWIDDISQLASDQNLQQEIKKINSEYMSASNNNRYIQGEEPLKN
IPTELKERLEKLTSEGDMYYWNANKKEDYLFNELISNFDKIKAHFDTYIKFIQKIRASQTPLFKQDRLFSTNVQSYNIK 
>Tthe_XP_001033148                                                              
MSDTFFLESQMQIEQEKPLGINSDDFITTINEIQKNMQYLKKEEIHTYSDDILTAIQNYTELQQQELEQPIKRKLAQYFF
EFVDEILERFLCKAKIQELNQFVKVRCMISKIVQLLSQNLTQDNLIIRKCLITLFNLDNKQNEFYSNNLDPPNRFFYSEL
ISDLKERREWFESIKIGDLVDAVKIEENYRKQCWSHAKVIDKSDTRVKLSFLCDSSKYDRCFDFEWRQQLKPDMVIDVCD
TACVWYQSTILDTRSVIIEGISEPIKELYIGYRVYCEDGDIRDSQGRNFNGWTSKYDEWLSAHSPRLQQEKKMSKKLFKQ
ASQNNSEKVIDDSNDIIFDYEYQNQFKNVKAIHRYIIRDSNEAALLQKTSNQNQEKIITFQALCDYIQIIYYVSPFLLKQ
FCMEYIPQLSNAIKQCIQSITEDNIRQFKREQISDMIRHYGQKIEIIEELEYSIAKMCFESSFVKQKTIGMQLLTQILFN
EDTHIQLLEKCTDLFIFLIEQNLFNENNMKNLWKVIQKSHDDTRICYYNLLKQVTKSFKAHHIQALYEELLLKDLERSKM
KLIVDKFCQLVNEKKKEKEIKFLQNQLIDNIKEGRNTYFSLEILESVMSQLNVYLESQIKECENLEKEYFNILESQPQDN
QQTVIQFSEAVQANNSQNTGDSQQIENSGGQQSNLVNITDLQMELENEINNEDNEIWQRFPNLRLLSQQISEQSQQQDQQ
LSPSQHIQKVKVFRDKINYHRESEAFKRWLKRSNKRNKGIIPYIKQFFLDKVIKDDHFICTLSLEGFDCFKSLFVQINYE
IGNIIAIDDNPQLKCIKDTSGGNKLNKNKNVDDSDLIFGEFRVDFLYLLNTNPQLLEGLDFLWKIAFLAQNEDVFDSGAK
FLVNLYLKTTENLEDQVKEIRNQFFEICFKNITEKKYLVRTFQLIHYFLDYSELKGIGDLIPHSSETFVEKNTLIIKNQL
PESANVLQIQKTFQFPCSYKTTLYQLRVDLSQIFKINIDEMLILVPGKNESYGTSIALKDFLNGYTLQALEFSNNQNVIV
QKQEKKWSHPIKLIRDNDSLTKKASELFKEWFKAYSENGRMSMQNCAHFIESCTKDVCKVDDYRVIDVFKFWDSDKDGYL
SEQDFLEFYRKGSKDKKETVMKNIQAHYYSDDLARLYELKMKLSQEDVQELPRYLLSQNETFQKQIFQLYDMNENISIDL
NRMRFLIEKLFNRLPTCSYIKSILQNTEKVQQIFEQASKYEFFYILECIENKFFENSIEKDKGFQDLQEIINKLQSLQNL
PNAQLTDNQNKETQIQEQSIQQPLNKNEQQTNQQVHQMSNENKEINLILQNFDANQQNNSSSNTQKNSANEFIVDFFSKG
LFEKLLMKFQVLIQSWNSVNINVSQQNGMDGSMQQNQEIDEDLNNKQLSSTDSCNNSSNIEQENVDPQLIGPLLPQQNQA
KQLCLQQPNIDKLQEIFIQFAKNNNNLHDYFLKFSNQNITLIVINTILSTLRQVGKFTNSYRNLVIDSLFTLLLLLYKNQ
DQFVKEFLSYPQSNLLLKEGLFYQKSKIIRQIFSFFIFLEKKHIIKILINLIPQNNSSDEMAETCTQFFSLLCLIFKKYK
EKISSDGFDFDAAFVQVFETLKNIQSKENILSTQKDNFLSGYMQFTDVILKNSVNISQNTEMEYLKYLINNCLFDSVMTK
DNQTYNSSTIQAIQELSIQQVFTQVQKIKCFHNDTRVQCYKQIQSLCQQYPEIFPSYVLDSITQIIQKVKRTQKVSPINY
ENNMKSNLGFVGLKNLGATCYINSMIQQIFTCNPLIFSILAADDLKEQELVANSQGTLYDDNILHQIQRMFAFLHLNGFC
FSLKGYDGERTQTSLQQDTQEFLNLLVERIHNSLENTPFRGIFDTFYGVTTITERTCMKCMRKTQNEQPFYMIPIKIKGE
KTLQGSLEKTFRQENIQDYRCDECKQVFEAQSQEYIKNLPNTLILNLFRISHNIETGLNQKDNNKITFEQNLNMHKFMYN
TKNEVKQAIQMEIENMEQEDYDYTLKGIVVHDGTANYGHYFSYIKIAENKWLEFNDSAISNYNPKDIANDCFGVDSQELK
IPKPYYESQKSAYLLFYEKVKKNSIEFKIKSQQEEEEIVSKLGIRNPITFSKWTCKQKQEDAENQSTQNSKDKDSYILRA
DYYDVNSYISETYKNQVAFDNYQFLCSRLMLNNQFLSFALDIIQQVPVPHFYQQLLSVKPLKPYIPIDSQKLSQDNLIEM
NSFNEKYNYSKILQQIAFIYFNFILQMQECQAADNWFDLFYKFSILCPQTSFEIFKEYIVDKMDLFWQDILYNSSAKQRS
NHKQIVLLLINVIIKYYNINLLQQSQLEQSNVQNPQSVIFQFLTNLFQGLHTQLLRDFADSDNIQAAYLIKCEMIEKLLD
FYLYEESPIQQKDQQTFDKELVSNSQAFESIINQENLYNRALKMKSDPNILGRIISHMSYQNYQYSYFIASFIIKGINDK



FRSDDIYHYLEIMSNFITILDDYKIYRFEWILGIPQLKKNQIYSDFSLQYFLDNTYYDYISTLNPDGNQNEQTKGFLSRI
LDCTIGYANYREHQVISKLLQLADINDQIFNYILTITPNNYELGYFIEFLGHYIQKNKLNILLDTNSAAILTQIEDTYKS
ILNKIQFQEEQLQKMYNDIQCFNNTPQNKNMNQNKPEQIERQRIFDTYIYGQFIQTRQIQCLQNILNVPDLDCITNEHDI
YYCQNKLSAEGKNIVIPEEVKNNGRIELNKVNLESNIFLLFNEKIKHHQIAEEERKIVSENQNMVEETKQETVSANNSIQ
PKFSSESSLSNSKIANLIEQQNNNQNKHTDNLNQIKESDENMEEEVGQCTPLQYFQSQTSLTETEINCSSIQLDQNSKEQ
VNKVSHQREKEDKILININGINSDNLIREVILLNKSKSITYKVILQIQPKNQFSNLLQLSNFKYPSMIERMILPNTSVTL
LTLTKSIPLHQWGDYELNFKVEIANEVKEQQIDEIGGDNNNNLFNAEFMSQLFKDYSENKFTQINPDLQQVQQFLDEQAA
ITAENSLFGHLMIQENTITCKYCTIKNSSNLTVCEICQNPLQNSQ                                   
>Tthe_XP_001032080                                                              
MYWQRGNSAVKTRKTNDKLNKSDFLTEDEQVRYPPIKRLDSFDHENSEFSIIQLDQKNARRLKTKSVYQSPSVKGRNFVP
SSQYLSEQKTIPKDYDQGTVKFAQNGSTVPFSDVVQLKKRILSLEIQNETLEQISDLLKHKNDTMESELNHLRKTIINPD
KNDDLQRELLLRESEDKRYALQQQMKQMNKQYETSIQNLIEEKSILTRENKLLRKELNQKQGLDLEPSSKRIAELVNLVD
DLKVILNKKNEEQEKLQYKIEMMEQERGVRLQLDENDDFKRPSAVLNSYRDQQNLKDGKVTSNEAELNQKIRDYEENILR
KNRELERNEDKIKKLQAVINEAYNTIRTYYKDVLVDSDAHKSIDNRVVKAQKMQDTDNQQLIEVLKELLMRREGLEVTMK
QEILNTNQKMKILEDEITKQDELTKLDLVKLKNEARNAKDKSRELSVFNAQLEQQLTHEKQERNKLLKEYEAQKNEFMKK
IKDLNQEINQIVNSTENEINKMKIENYQNQEQNKQLLQLISNKEREIAQLRYKVVQSEEETQRLRKKTLEGASSSYQMPA
IRQQGRSSNGFDKALGSTTPSSGLKAKILDQQQGSINYSTLSNFKNGSNSIILPQTPGSKVTGSQVIQPVNDGNNPFMKI
KYIRSLKEWAVYWKYYQDNISYRIQLLEKVFFEFIILQLFKNNILLSFQIKLMQTDSLRENFTQSEELKPKVFREALEVN
NVQLYELTTLLMADTIDLDRLTKEEIRMIQNGNIIVKNLRPPRMDEDIQDYHNLHMSALKVLSYMDNSNMDWTESMSDEL
MNVNGLKTLVQYVKQDAKEWPKLLSLNVLHMMARKKALINFMVSYDIAQPLLDNLDNINGEIQRATLALLVPLLPEEQFI
NSIKDIKQLLKLSQLIMSDNNSILSNSIQCMCLIIPTFSYQKMLYKTDIIERIATVAGTSPYPTTRIHALNLFKKLIDHS
NGTGLILRNLEVAEGETLKEVTPLRDVLYKSLKIIRALIEDFPCPDEHLLCQRIMRLFCDVRLKNDNKTEQIVLEIIHVL
WDKMESVMVNHLHDRDVLKAIVEGYLRSTNLTDGINYGLMLVGICEKETMNGYIVDLKGRELIMKVVQNCHHLDYKTAIT
AAKILVFLVQEPRTYEYIDAGDLNGIAKLLKKEETQEEFISHSLDIIFYTMKNPKGLRALIDFEIVESLFQIMDESLYSV
NIMVKCFQCLELVHTLYTDRDILKEMCIDDESTGPDILNGLANMCLVKVQKDLGMSSLFYWRFLAKQSAANDMITVVYHR
ADEFIQSLVKLKKSYLTLVPELSSQISTILQNLSYKSAELRDIHAPSLIMTIQEGKEQIVSDEEEKVESQPNQQQQQQQR
TQNEQQEIEIDLNTTEQNHNLEQNNQIDEQVQYESTDIPVIDNIEFQVFYGLNDQCCIYTHTMSQKTQLSNINDIDVLIE
GTLFILKAIVFSFMFLAENENLKPIIEAGITYNTKFYSRNHCIDTKLIYKKVREQTQEQNKPRCERIEYNQYENMYLIKD
IVKLKICEIGYEKYLIDILKSSNNIIQIKDILKLFKKLFQNDAYTRKMHNVLTNELILIIKDLPLKIQYNTKQLPPNFIE
KLLKTVQYIANTGFQYNESERFVNFLELEFYFVFFCSQQLQQKVTGITNIIQKINKLIDEDTQFSINYCSFYYKAPQEGQ
IIPSNTIYFPVWNEFDENNIKKSILEWILYKQMFEKIFNEYSHHEIIKRSYPIVRFLYNNKSLKQDQILYIYRLAVGKHH
SLRSCVYSLLNNLVDIIDVEDLDLVFNEVQKTPIVEIDLETINLLRAILLNSKLYNFTYVPSQEIECQQNPRSSNNLNKT
LKSFNKSSNQSNSKDNLDEELIQNVQVGQLNNCRNQNNDTDEDARSNEASSKILFKNRKFTKQNKLDGDENQFDPENQIN
EDIKQSIEKRIQKNQTDFFDNPCDQTYEIPRRKYKKRSDVLGAQGKEGKGRKYRENEINLGSTGGKYVTIVKQEAIKMYE
YFWQIIKKACTQYNTMPQELVDKCIEIMKHVVEHQFRPLKYDLLNKCIEMINKEEMIDQSLDFICSLNRSLPIEDINDEK
VFSTSEELFQFLEQKVVFQNCVLQSIQKYKLSFVKLIQLLDDFKRMNLHNNQINSSPIPPSSYQMEDESAHYNNNNNVMS
QNDNKKSQQKVAMQANDNSSSPFRNEQQQQQQLTLTNKIRQEAHKIEYLNFRILNAIDEHTLQNYQNVYKEYIETCKDRL
KAVLESLRGIKRDFNVDIIKNLFALFCQNELVEQRQMNKVLESNYNQQQSKVCFELINKENFSYIFNEILLCLDIQQFSA
VIMNCFEAYFFYINEYVKNFVQIQGNSYVINLFEPSKTNPSSLDTQSPTNFINYTITTDQILGIDRFWQIYLTHQDQAIS
NHAGTIISKIILLATQYSDPEVSQKIKQLYIKEIMVQLKESYDCLAANGFTNNQANKANSNLNLFNQQNEIELLKNHYNQ
VLQRSLDLLNKLLKNIDKNTQPTTQLRNYYPVISIQIDNQYQSQSQEKFQIQVQTNQTIREVFTTIGERMNPKVKPEQLE
AFCGGQIIGDLNKTVSCCKIQDKQTLKIHKKNDAMELDDYSMNNQAIPLGYPVDNNDFKPKEDLREKVAQIKDILNNNNY
ADDFIEFLLRDKKEDIGDVLNIFYDDQEVQDYEQKFLLRPQEDNHKFQDLDTSFGGNNQKNNNTKGTQETSNNNNDNILE
EDKNELEDDTEAKDGKISFSKIISNHEEYFEFLFQLLEIDNPQLQQKIWDIITILPVSKKSSSAINELCQNIENSDESNW
QTFLNVQNKYVILYRLQMIFKIVNCNTDLFTSGFNNNQLPNDPREREVYFQRKNFRINFVKSNGFTFLLQALISVDLGEY
FEVQNMVVRTNSDGQNADVSLNIQKQLKSYQSILYVVKTYVEAFLMSNSNPQSILRKVILTNQTERSKSQNNNNSNNMNN
QNKSNANNNSNQMQMEEKNQFIGPMNNPNKGGLSDEELAQMSSQSNSNKMEEMTSAAPTQNNNIQGQNQNNITANNNSLS
EIYDLVQSIESDATLLSKLQSIIQLNIISQKCIEILEITSSLFAQTQELICEDMLFETIGLLQSCIIFMPSNLCVLEQFG
RIQQLLVFQLFGCQSLRIRLKTFEFIVFITHFIEQNIQQQPEQSQNQLKTRQFFIKTLLGLFEQFINNVNFANCDEYIQA
ILSFIQNFDETQINQNFGINIQTLYNVIINGIQNRPIIETRYQNNQDKVLASLFRFAQELIIRKQSLASLNPQLIQNMID
YLFYLPGQDMDVSNFVELPKCKHRETRQAALKMILTLCSFSQENFQIVFRTIQSNQQHLQFNDQDLEVNLKPAHGFVGLK
NLGCTCYINSLLQQFYMIKDFRRAILNAQIVINNQQKQLPQQPAAPPSAGQYNTSSSTMEIDEVQHHQRLNQDINDSFHQ
LYKEHTLYQLQNLFASMESSIKQYVWPTSLIESIKGFDGEQINVRVQQDVNEFFNRITDKLEDELKPTPQKGLLQELIGG
QLSNEIISLEEEYPFLAETIEPYLTITVDIQKCKNLYEALDTQIKGDTLDGENMYFCEKYQRKIKAQKRSCIKSLPNNLV
LTLKRFDFDFITMEKKKINDYFEFPLELNLRNWTKQKLFEQEGRNLNESDIHPDEYYNFQLSGVLVHNGTSESGHYYSFI
KNKEDSKWYEFNDSYVREFNVENIKDECYGGKSQQVYRSQMWDESDYNKSRNAYILFYERVNPYPHRLQELVNLPIQQDL
VQKIKDENREFWKSRYIFDSDYFNFVREFIFSYQFSEFKNVTSNISYTSSQIECLKWMKEFKFYIAMTENDSDYNEIDET
QLSVQEDIPEEQTLQYLKESQDIQILQFALQNLLENQSRSKDYQSFCQALKQIQSVLAKNVVACFWFLDIYLAQRKQLIV
QLILDQFNIEIRERFQEIIIQCLENIYQVEKSYILKLKVFKRAIDFNNNYQQIENYQENVSCLYRFVSLFVQQMQESLAQ
NINKASNYLNIIKQLVTIDNQFIQILNDQQVTKNYMLYLNNLLKKQLNNQQHQDPNVQKNSVTLLDILAQIAIRSVTNGM
RFINQCSPVFIKSNESQILVNLEPEIENSLLNYFKEYQQICYYINDPYQLFIHICWGNEQNTKKLIISLREYVVDHQFLY
YNFDVAFKILKEQFDLDDGFTEMRIKLFFFSGQTYDRVFKKMEFRKNNNEQTCIEFIKWICLYSQRNPIFYNIITSQDHS



QELRWFKPFLLEQAEERQYRHISYNQCVELAREYVQVFEPKNNVEDKPTQENNQLNDHHDQENEYAAEKSCFGLDNNSQE
NEIDGLEGRVDEQHRVTKSLKKEDTEEFEY                                                  
>Tthe_XP_001031908                                                              
MGSCSSRSDKDEVKDVIKIQKGHNNEMEQSADKRQKGALNKRLSESKQIFKNKINYNKIPNKIHKQDTRFQQGIIEVDEI
SGLVGLSNLGNTCFMNSALQCLSNVPPLCDYFLSKLHEKEINYDSFLGSQGKITQQFAELMIDMWNTSDSYIIPQKFLRA
IGNFGPQFADGSQQDSHEFLAFLMDILHEVSQLTNQLQQNKQNFFEIYKDLNRVKQKPYIEGKDYNGNDYEKYAKECWKE
YLMRNRSIIVDLFQGQTKSTLRCLKCNTVSHKFETFMYLSVPIPDSQKSKKLSSKRSIEEDSESFSLQRCIQEFTKEEKL
ERGELWFCPKCKKHQESTKKIDLWKMPNILIIHLKRFEFNKDRRCKLSNKIDFPIKNFDISSLTAGKQRDIPIYDLFAVS
NHGGTLSSGHYTSYAKNRIDQNWYFFNDTQVQYVEDPEDKLSSSQSYVLFYSKTSVEEFYRQTLSDPESWPHFYDEDKQS
NKQKEDAKESELDELNRNRRKRNTKQHTYKFTNEIQKRDSKLYPTILPQNSNIQNIEEINNNTNQNRNGSQTRLNNGKSQ
TNIKSQTQFEMMNSVINEEEFQGNLDYSLNISKEIKQLDKMNSKTLKSNKIQVSNSSVKQRNIQYFGNDQKSASINVIIS
PRDENKNQNQIQNSRYHIEDSYAKNLSTQNNQQAYNYKYQ                                        
>Tthe_XP_001031432                                                              
MGNSQDRKQNKDQMMFAGQEGYRSLLSQQKEEEKMIQQAIELSIRNQNETCIQDAENYLRTEDPIGLQNLGRTCYFNSFL
QTLYHIRELRDPILKLELSENNENVPEQRAKLNEMLKQFQLTFAAMLKSQKNFTDPTDLFEVLKGLSGQIYKQGEENDFW
EFQNSTLEYLEQSFMKESEIDTADLFKSYLRLQNNSLLRGNSSTFTNSKNIKLQNYEYNNNNNTNNNNNSSITNVNNDQI
KKQESNMMDEEFIIYDTQQTLATFTDNQASSMSTTIVDSENNKGSQVCNSQLIQESNKLSSSQLQSQSQERQLSLQKQES
NKKKAKKLKNPITELFFGVGEEKVTIYSQENNSIEVKVHDIPIGIFNLDAKMGDLYAALNSYFQYQVADYQPEPVDNLTQ
SVIIKKQKKVDIALSIKTAPKILNFYINRIFYNKELNCAEKLNKKFTFDKEIYIDNYIQGKDKEFEEQKKQIETIDNQLT
ALENKLSKFDNYINQEGNSGSLPVLSAMNLIKSYFQTQVNKQDNFIDIEEIISDVIHENDNVDVGVLGQKQQLIQMIQTL
DQYYLQIKKNKDVLEKKIKELKDQKQYWQNQNKTIKYELFSILIHQGYANTGHYYCFIYDDKKQCWYKFNDSIVTKVTEE
EVFKQSYGDQDNNCNACCLFYKNSQTKVNPNKPVEISARLKAEVQKKDQAFLEKIDEIKIRRKLQEVKQDFLNYTKEIKE
AQYKIQLNKNANNIFTKFYNCTNFKFYLFNSNEQQIQGFGKRTMLMETIEKQDFSQLEQSLAKKENLYQGIILFYEHMQL
DQGVCGQILNDQEKRELHLQEQIYTNILKFLNIIANILNDNNNYINNFRIMGSLRKMLSSQAFSNYSSNVYFNLIKFNLK
YIHEVFILKSCFMIDKYFHQGQLPSAFSLLNQIVLTYLQFYYVEKVDSEKQKKDSQNDKNQINMIKSSFESPEFSSNIGT
QLYNNLKQTKFNFEKQLGQDEKSKLDGQINLLQSPEKFPQSKNRCNQVFEEIILEKDININDSEIVFKVYDQYEIFLKRS
DVWIQQLKKLQIQKFLIPQEERLSQEEVLYFD                                                
>Tthe_XP_001031391                                                              
MDKQTQISLGTYKICYEESKNQKDYQKALKYILQVTGQKAEYEKQWHSEIIECLLALKLYNQCVKKIDSALKSISKQDYT
AQLENYEALVVSYLGLYNLPKANECIKHMDSLLSKLSSSSEQKQGQKDFSQIIQDLKFKVDGFNIISQDQRLKQAEEYRK
LELSDEDSQFFKKAGQEVYLIPTQWLNKWKEFSSYKEKFEQSDNMEDEEDSKKTIDQIYPGPIDASNLVETYVKNHLIDA
NQDQFFENYVLKSDKAEKHDFEIVSKQIGDFLYEKYGGFKVKRMTILNPITNEVNVELFFKKINFIPIPTLSPDQKEDSY
YTIYISKFASLKQLNDKIKRSLEFLPQKKNQILNRQYFKLWKLSTDLMKNYQNVYKTMAQKYREPTIQLDVKDIVIGEDE
CIDDMQLTDSEIILYELSETNNFKIVPCPQRKQSSKKESENKEDYQQQSINQNSQSTEIIDESDEIEGFPTGKIKIRRID
ESHVRNMMQKYRIQNGQKGFSGKKGLCGLQNLGNTCFMNSALQCLSNVEELTTFMVNNEYVNDLNPDNPLGANGHLAVSY
ADLVRDIWQGGDSSVSPHYLKKVIGKFAPQFYGYSQQDSQELLSYLLDGLHEDLNRIKKKPVVEAIDYSGGKDQEMSLEF
FKNYKKRNDSVISDLMVGQFKSTLVCPDKNCGKISITFDPFLTLSVPIPRVTKEDVSFYIIFKDPRKTPYKIETQIRSDS
SLGELKKQISDNLNIPCQSLIFANNAQSKIEEFLKDDERGVHIKEISGICFVYEVEKVGTSIKDINQKSQQDMEEEEQEQ
DKEESPQNKKTSPITQNDGDQIDVEEEEEQKVQNSKKSVSHDFVYTEIEFCQIMESDVKLNSNVSNTDIHNVSYSRLVSL
KYNSKVQDLYLQIYRIVRVYLHTYQQANGQPEVKIDIDIANDSRENLLKELSDLENNPQQKCLFRIFNKDMTPIDYKSQE
PLISLRVKTQNRLKVKMVLDHKIEVKLMRTKRCESYNFESQKTSKEVSSGSADLYDCIDAFVKKEQLEKGNEWYCSKCKR
HVLATKQMEIYNTPKILIIHLKRFKSGNVRNFGRYYFESGGKKINDLIDFPIENLDMTKYVLGSNGKPQIYDLFAVSQHY
GGMGGGHYTACAQNFLNKRWYNFNDSHVSQSSAEQAVCSAAYNKSVQGIYRSKFYNLQAQSFSTSQKEDIDLNQLTSEIE
QLKKKVGTNTQPKSSMQDEQLSELSQFEAFQSASRYASLEKFELAEQKFQEALNILNEQQPDRIDLQIILMKRLALMYKL
QDKNYLLTPLLEDIYFKHLAFYSYKNVDYIKILKNLLTHYCIYDLERGSIFLEMILEQLQHEEIPKVIVRDIYLYAGIIH
ALKGDDFNQSERFLQESIQAGLQPIQKGIAYNNLACVTYWNCLKLLLELSQTTKEEEKKQKQLQEEIQERIQLVAPLIKR
AFNAFECYLIFYQNKNLITYLNIFIIVEEKNRQKDQINEQQFTILKKLFDEEQKVFDLTGLKPEDVLLKNPMSSVCAMNM
GEFLFYSGDFNLHKYFLQNKASQFWLQVSQYSSTKLESLHRVLRTIVISALAAKKQNKIEFAENLLIDCLEYSENYTTFN
KVFALESYSQILKQQGRNYEANSYQQQSDNLRNVLSFWDERKENILIPDYDFKF                          
>Tthe_XP_001031230                                                              
MSSVQQLNQSQTPDKKVQQVNPILEDLQRYLAELKNYSLQKFCTVNSYIDAMDSRNQWCVGKIISIDQKGMMDIRFDGWS
DKYIECFYCSKMLLQSKISKLSISIGKQQKGILAVWVQKYTFPYTGAIKSTTRDDLTIEKMREESNAQIEELSLLENDDF
NIQNVNTFIQNFRGRYFFLADYILSINKSFQDNDIQQFIEFFQIYIKVFIKYIKLLPQSLPTYIEAINLNKNLFLVHPKV
ALVSGFPEIFYLMNSLFGGEQRCMKFFRVNQLFILGCNIFQFHYQKQNRFEFQTHQDPFAIKSKDGLAPHQDQILNFINY
FGIQFGFDNLFDLISWETKVGQDVVYQTPIPIIKCIVDIFVRCLIYMPSKKQIHFANNLKKRIFDRFNKISDRELKDIDI
IKVKSTINQLGECLVNILGNQIYEEAEKLEIKCIIKLIKCPFLEKKILGVLQFREIISRASANNKQYYSKDIYPYQYFDK
QKLKEYLEQENLLDFFLGENFHPEIFKRSIEILTFLSEENALLPKHIEQIWKLTENKHEADLAAIYSVIIELSKILQEQS
LNQLYKYINSIPFDQYTELTINLVKEFTLNATSSMNFSQQSKNQFWKNKSIVLSQEFPNFGLPKLWGCIQDSNKVSNQLV
STCVESLSELFKSNYFSSNKEQYLQLCFDNLKNGTSVPQSLQLAIFLIKTYSSNSSFLGVGDLNSESITQKYNKDYNFME
AIVKDFENYMRQVLQKIKKTGVILDEKQGEEVFIGKYGHIQNIDIRLDFISLINKYLSSKQKDITIEQLKKLWKILVRSS
ITNIEKNKFLTWLIKKKQINNENSNNGKNVASSLLDENLLSQALDQIFCDKELMNGFQIDKEIFDCLKNIFQMVNLKNKS
IELNNQYLILINKYDQIVGKEVFWNLSLFCIDPQVLEEVRQLLVNIHLRKTLKSQETKPKMWVKFTDKCYEILSQTKSPQ



VQSHIVLMIKIFLQEIEGKMLFGDRRQEMNIVVTLLNQNNNVQKRATLKLQSNISILKLRKEISREFKLINKDFEMLFSN
KNILLSKIHEEEYSIDALNTNDDKPPHIIVQNVKDINQDLIDLSQFKFNLANSQFADILLEFLSTGQSDEIVNNAWDILN
LIPKNNQIVKKLQSIETEELNPSSWNLLLPSNCFRKLQYFFQIITQEFLMAGSDGNLKRDQDQWCQAFILKGGLKHILTI
YLNLCSETNFDKPFNLYCISTLVEIIGALMRLYYNQFPKEFLIESQKVTSQNEFLNALVQRTINYIGFGLKKSDQFFSPF
GSSSLSMSQSLSQLASSIIINGNRIVNDQNLSVNRLLVQNYLLSFFRGAFELISLCFEQDESLIKTYLHEQSKNFDPIFQ
GLLILDDDQIRNQLQNSLVKVIDLDSTNQAHIIFENNLSKIIQSKHDQIQNEYRSKCYEFFQLYQKVLQHLEDKRLIGTT
VNPKSFTQTMQTIISLIDTCNPYEKTRQDVDGMLRGAFQCLQQLIQMDSLLAQVVIKNEKLIQKIIYDCLFSIKSDENPY
APKCKSRQSRLSAFSFLVTLQNSIIQQQIEEKDIVNEEFDANQQINQFFVNAHWRTKSKGDWSIKEEQEKEENCPIGLRN
LGCTCYMNSLIQQLFMIREFSDSLQKVDASTSEKEYNSKENVLYQVQQIFSALSYSQRQYYDPRDFCQAFKDLDGQPTNV
FQQMDVDEFFNTLMDRLETLLKPSKNDFIIKNIFEGQLANELIGKGGGCTHNSEREESFLAISLPAKSKKTLYECLQSFV
QGEMLDGDNSYFCEKCDKKVPTLKRQSIKKLPNQLIIVLKRFHFDLDVMQKIKINSYCEFPDKLNLKQYSQAYLKQKDLE
EDLNQQNEQGDASSKQSDIKKIDGQEDNIQDQLSELFPDDYYKYNLKGVVIHQGTSDSGHYYSLIKQQDEKWLEFNDTVV
RPFDINDLPSEAFGGESDLQFNNGNQSMNLNNKMQNTNNKNAYLLFYERDVFFDNEGKPIPSILDQNLIQNPTNLTKENI
VLENKKLHLNKYLFSHEMIEYTQKLLEIIDPDNQTDYSNKLCKFLIKYYFFCRQRQNDKKEFPNFRKKLGEILSKNYNLS
TWLIYNASNESFIKENFLDSQHDEMKYLSAGLIIEAINCVCAQENNLPYETFIKKSVIVYFLNISIYILHTQSPTDIKVL
DQFYRMLCRVAEVSKNSRQYLLKQKMVGRLQAGFMGTRQTANGYQDINNYKQQGQAENSEFGLDLQVEQEKSQKIQSIDE
ILEGKERNKRLNQLQKNVSYLVKMHSILVRSVSPFINCQIPENTYLALPRIDHALDSDEIETFKQQAFVKFIFNQNIQYK
KMVRNYLAQTYAYLTAENPQLTKDLMDNMYAIFNDYRFDDISIKFYFIFLKHFLLINDSQEKKRAILVKQKIQSFISQNY
KFFYAAQICIDSMIKLSTLSKNFAQEMSKEIQENKDLARCFDYFLRESSNIYNALNNNSMALFKDNRQYNLNIQAIQKYQ
QNIKSQNNLRRQKIQNLQTLCNQPLEYDSDDDYAEKTVKINDRVDYRQNGEINSFVVVDSMVDMFQITSEKEANYFRWVK
YDDDSLLEPIKAQKYYQYYYDYLHF                                                       
>Tthe_XP_001030236                                                              
MESEPDKKLKDANQSNQENDKNGHEMLKKLRKYMLHEQLFADALPFGRFYKISVIDTNSWRTFGFSRLDANPLQWSAKRK
SSCINSIIIYKKLLYIKSDQLYFYKNQQSTVELCKSFGWDREDAFNQQDVQEFSCNIIEALERKVDKYEKLKGSIQNLFQ
GVAKNYIRCKNVEFCSERKETFFDIQLQVKGKKDIYESLMEYTSEELMTGDNQYDTEDPKFGRQDAIKGIKFQSLPPILQ
ITLKRFDFDYQKMRLVKILDKYNYPLELNLYDFMDNSAKENDLSKENCLYTLYAVLIHSGKQSGSGHYYVYINKLNKWYK
FNDSRVDIISEEEVLTGGEGGEFTEKKYIQQTEKIEETTIQKKETAYMLVYVQKNKANQILKDITDADIPQQIKTIYLEK
KKREEAERRNREYFQDYALLVLALNPNRLNLSLENITDEYQNEEDDDNVMAKQSIEITIDAEKLVIFYKLIHIADKPGQL
LLDSNNSLQIKLTNYIYVRVWDNFELAVQKIAKQQNISESKLCQNFEFYQEKNHLAYPLDINDIYNKKVYEVLHNRYYGV
LVLKDTNLDKLSNETESSCLIQEKKSYELKGEYTFDMVQRSINEVKSDYYNDEKDYQKIYFQYYDQDKKRWVDFAIDENT
LISDLNDICELRFGYDENMKAYDRSTCVNYKFYLMDHSQQVYLINKPQEKAIIIYQQTKLQNYIELVEENPDQMYQFI  
>Tthe_XP_001029966                                                              
MKYQQTKIAIKNVNWAHTLILLIRTNVQLVQLINNYCLADEVLIDKNCYKKCELGSYFDSTNKNKCSTCPADKQLVKSDF
TDCASSCLADEVLIDKNCYKKCELGSYFDSTNKNKCTACPADKQLVKSDFTDCASSCLADEVLIDKNCYKKCELGSYFDS
TNKNKCSTCPADKQLVKSDFTDCASSCLADEVLIDKNCYKKCELGSYFDSTNKNKCSTCPADKQLVKSDFTDCASSCLAD
EVLIDKNCYKKCELGSYFDSTNKNKCTTCPADKQLVKSDLTDCASSCLADEVLIDKNCYKKCELGSYFDSTNKNKCSTCP
ADKQLVKSDFTGCASSCLADEVLIDKNCYKKCELGSYFDSTNKNKCSTCPADKSLVKSDFTGCVSNCLADEVLIDKNCYK
KCELGSYFDSTNKNLCTACPAGKQLVTSDFTGCASSCLTDEVQIGKNCYKKCEIGSYFDSTNKNKCSTCPADKQLVKSDF
TGCVSSCLADEVPIDKNCYKKCELGLYFDSTNKNQCKTCPADKQLVKSDFTGCASSCLADEVQIGKNCYKKCELAQYFDS
TNKNQCKTCPADKQLVKSDFTGCASSCLADEVLIDKNCYKKCELGSYFDSTNKNQCKTCPADKSLVKSDFQGCASSCLAD
EVQINKNCYKKCDDGQYFNSKDNNKCTICTICYKKCQSGYYLQQNKICNICSQIVSSDGQKCVKQCNNGEILSLDGKACL
LQCPSDQFIDQQSQQCVTSCSKSLVISVDGKSCIQKCDVSQYLDQKTNQCNVCDQLVSSDGLSCVKKCKSNETISLKTKK
CIGKCPNGQYLSQDESGCTNTCSNFVSSNGLLCVETCQKYEQQEQVKCLNNCGQNQMIYKFTDQSKDYKQCVDKNFCQSK
KQSSEYNNVCTDKCQYPDIDNQSQQCTLSCKQGTFYQAEDNSCQQKCNQYVSSDQKLCIKSCSEIFEVLDNDNQCKKCSE
NEQLIIVNKQLTCRVIQNSSAEDLSNFKQSIVEVIGNGVNTDQGLQQAKKQISSYVSATIDSVIKEISNKSEISSQDKAQ
VKTAINEIFSIHKQLVTNVKNLPNEQSISTGSQQLKVSGQASKPGYKFSKTLSSSNIQSGNSQSLLEEDPNSTDTDSSQI
LQVAFVSTNIYCQNGNCKSNQPLYLLNLQDLNQSLLRVLQQTQSFNINFDINQNLDPNRYVCQSFDEQGNVSNSSGTIIN
NQIQCQITSSSSLFYDENCQIVDAKHCNQSEDDDDGLSAAQIVGIAVSCFAFVGLTSVCIVSYIRSKYPAKQPIKVEQNY
MITENDLLTQQNPKQTEQQSPYKKDEIVSLNQVLGDVLNSDSFYPNSFLKENGIKPLDEDETEEEIQRKRILLEKQEEER
QRQIKQEQEELEQLKKSQEQKQLEENERIQKEQSEKIKQAQKGILKKSKTSLKQPIQLDEYGKPIKNEHPLHKLKVFNSW
EKLYRVGPGLTNFGNTCFINSVLQVVTYTPPLANYFTQKKHSAVCQINSQKRKQLANSSLLSNTPRNTFINSNNFCLMCF
LENHMRKCFTATVNIIHPVVIVNNMHKLINDFKIGKQEDPLTFFTIIVSQIKKEPFQVNENEREEGDKQDLRIQHNEKEK
QTEKIFELDTKKQNEQQDDNDDDSDISQSRKEEEKQYIDALNQKNADLFNNMFTGAIQYNITCYSCKTEQIQYEIYYTIV
LDIKGMDSLDDCLSAKFAEKEVVCKQCKYQKAIRTANIYNFPNVMVIKINRFYEIMKIQKNIEFKTELNLQEYSLSKQYS
PATNYILYAMITHQGSVAWGGHYYSYIKDSSENWFCMNDSSVKQVSLNEMRNDPPYLLFYIKQEPSHQLAIPEDLVRQKD
QLKELSRSLSQKRNLNISSRKKIDITPENFYNVQESQILSAKNGSNIFVKRSNNASPIQKSPNGIQIGPLREPSKSPQHN
RLKSSLGVIGAYSPMRSRASSINEETPLSQQPHQTKNQQKKQQIRRAFITPQRNREPSYEMKKITHEEKSYYLIPISDEK
QRYSISNQVQGDNQTIFKRKQKQQSSQGVNTSTNNPITNQDKAFQQNFEFERSRVVKMPQLVFEFKKIFQKLSIKIKSKI
KKSNGDQQDYLKLSELSMMSPHKLIAPFATVKNSDKKRMFDHQNLNQSAQCSPNRNNKQFHFYEDYEKRFSGQGFAQQVY
NISYVSGSSTKVTDCIPFISPKKPNYSLSLPQNNEGPFNFGFTHEDARPFNTFNLKRHKQNSQDDNNSEYQSNLSALSCT
EPYRTKTKTQTSNFTSKQITERQNCLTNPNKTFKKRKCRKRASSFNHLRTLLNNCEQRNQSLPEKLFYKNTNVIIKKKKK
NQKSAKPQKPDWQF                                                                  



>Tthe_XP_001027278                                                              
MDIESKNQPKIYEKMDFESGGIIKNASEQALKGKAVIESNFEIFNKWQKIHKIGPGLANLGNTCFFNSVLQCLTYTPPLA
NYLLSGEHKKTCPRKESFCAICLLEQHIEQCFSQNRPPVVQPRKIIQNMRYINKKFKLGRQDDSHELLRLLLESMQKSAL
DFKPKVDQKIEEATPIYKMFAGKLKSQVECSVCNYRSENIEAFYDLSLECKESVQKSFELFFRKEKLEGNNKYRCSKCKK
LVEAQKGYVIHQLPNVLTLQIKRFNNFMMKINTHTQFPAEIDISKYVQQANKKPEIYDLYGVLIHIGGGLHFGHYYCYVK
NSNDMWYCMNDSSVSQRSFQEVSKERPYLLFYVKREVITKPKRKSSADLSNLQKEVVKEAIKEAATAAIDQGKQQVLNEE
QNVNNKQKTLCDEYKEIAKSEQCQEYMKQLDSLFAIKKKNEPEQKSEKIVEEKQQNKQEVKKDQIKQKQAEEQKQQDIQE
NKSEENKMEEEKDSNKQDQISKEIDDKFYQLQRDRMNNKYQRCQFQVVKLKKIKKLKYITDTFMRKRLRRNSQASLQTIS
RQDSAEENKQKVKQINGVYVNSEALAQNIVSTKSDQSLKPTSNGSTAQSTPETKQSKQANEVLKQKEAKIGEITQNNLEY
GGLIKTLQQKNEVSQKVNGQQIVNQSENKKSTNSPLNLSSLELLSQNDSGSQLWNSKESQQLAQFRNKVKEHNKNILEYQ
KKEKDEYDVEYDKGKLKKIKKKKEKQRINFDKLAQQQQKNKNKNGYQQYLKKNKKQYK                      
>Tthe_XP_001026038                                                              
MSQQRGYQQQQPQSQNQAYSQGQPTPQQGGQQAFISNEDVKKLQEMGFKTSIIYKAAEIAQAQNKNILDVVIQLQENEPT
PQPPKTISQQRSFQEFSSTDESTNQQNQKQQDYDVLTIDVRLRSEGTPVGLLNYGNTCYFNSLIQTYFFIPKFMETIMNY
RVPTQINMTTLSQERQRRIQASINLVSHLQRLFGYLILSDKKYADPKQVLENIVDDQGNRIILGDQKDIGEFNLQFLERV
QEGLSYVQGKAYDFSTQNGSANKQQSICVDLLDSQSEQKKGSLKKKIAFLPQEDEESVISQLFFGKKKEFITYYQEGTFK
QFYEENVFLPIILDLQYQDLYTSWEHHNTFYIEDFKDNTGKITEAEKAGWITKSPEVLMFQIQRVVYLKEKGIAEKLNTP
FHFEKEIYIDRFLLENRAYILRNKPKLKALKKKRDDIKKQIQSLKNYQNSNFSILNIMQMQLDFLKIKEQEFEEPVMEED
KFSPKTQQLLTNDNYLEISDFTLDQNTQASSTSRNTNGNNFMNNNSPIDLLSLFSSPTPQMPLTPSSQSQLQSTIFDRND
HLNQNNSQSNSIQSIPTINNTSPPKNNQETNSTSIKETNLIEPQAILVNQDPRIADINQKICALNNSKANIQNQFLKVLE
GLKMQTQELIVTLENELVRINKEIDDIYENLKHNKYVLHAILVHQGYADSGHYFSYIYSYDQKKWFKFNDIQVQEEQESV
VMKQAVGDGRSSAYCLVYVKEDIIKQRKYKHNFELMGDNECAQKITEITTSQGVKKKQVVIDLLNLEPDPPANQQALTKD
QQKSDLQHVKSLVQEYIKAEILSQNRQQQVEMQQFKQLQLADMIVENYSKRFSFINEYIRKMYDKSKKISSCPPLTNFGV
YLRWLNENVTDILKIQLFDCAIREVSNQTLMLQDVANNQILQNRLVNNFETMGEFKSPVKIVLSPREYEYMNKEYNKYLC
KIACSYAILEAFDLILNKNIIASFDYFHYIQQYNTNQNDYFYRMSRDMFKVLLLKSSCSLFEQIDESNEVILKQIKFILL
YSAKLQDNDTTSAQIYKILCDYMKYIGNNKLAQSREKVQSVISFLQQYDKIQEQFKSYLFQQEKRFEELDTRLMQQAMTQ
DKYFWKLEDVNMNTEMQINQVFSQINVCLREHINFHQNLVKYKKVLDIQERIQYNFQVNVKM                  
>Tthe_XP_001023986                                                              
MQNQSYNNFTTSNQAYGQQFIQQRDYSKSEIINQGSQGSQNTMNKAGSTFKRLSQSNIFSPKNQQIFKSMVQVSESPMNY
SKFKNSSFTLGNGLANIGQTCYMNSVLQCLFHLSGGKLMKQIEENLQNEEIFNPLHELIFLLSLTKNICENQIANYEQMC
QVKDIVDTYATNFRGTAQQCAHEFFCKIRELIHDCLNKHHLTKSKIQKISNQTSNPNSSPLQKAIDKWNQVNSIESSLIS
DYFRGKTIQIDFFQTINKKIGQYLKIMTCKNYLCKNQSVLCDVFDDIQLHIPTLERRNSYFNIFPTSQDDKLENYLRFEF
KDELLQEVVCDKCKCKGMEIKSSLIRIPKILVLQIVRFDAQNNKKQNKIQIPSKLNISEFIYKSEVPRFKSTEYKLTGLI
DHHGETLFKGHYTANIYNQQDRSWYLFNDDQVSKQDANFSTKLEIIEIIMSKQLQSATQIVSNNLSRRQSDNISKKGSKD
RNIQQQKVTKHLNHNSYNTINCQGNLNNLSHQNTLNLGQKHDEININNCINDFFVDQSFSQNRKTRSNSCAGAVKSNQRQ
KQLQNQDYQSKYDISTKDKEYAAIELYNYVKSNIEKVYLSSILNEFDTFQDIFLDSQYCQFNEKDLLQNIKQLIEIHFIQ
SKASEKELKEKHEQECDSYDKNLQRLEAQIREHIRIQQELKLYLESSQIKCQEQEEQIKNLEKVHAQQTDFLEKVCEQMQ
QQLEIKDSTIKEMTIQISQLKQEISVLKENQTQKSAQNIPKSKIQNDYHYYSKQLINNLSNQRSQTESSSQRKIKLNTPT
NIQLDSNNLVYTDQSLLEDKENNQYTNFVYLIQKKQKFLNMLRTQANQMHLSLYKSIKTSNKEEISPEKKIQTIIQQQKQ
QDSQQKQQIRNQEQALLFNEKKSQIKQIQEKAPLLKAESVNDQKIKKKDTMNGEATIQNNGQFQPQQQIIYQQPNFEKQN
TSNLQAQSSISNNNSSSIQIKSNRNIPSNLESKYSTTIESKYSTAADTKQNSNQNDLPKNFQEKMIQASKKIKEYIQLQS
AREKNNPNNRQQLLNRLKHFSMKNSRAPSISNQNKLIQYFYEKFEDKLEKNPSERSNIKQKMKTLQQISDRRYSTINHKT
EESEIDKKIIEQKKSQRHNRSNSFNIGSQQHSSSNYTESKQIESKFAKKQKNFIPINSTQSSHNNMSNSGLVTNNYNLNQ
IGHLNTNSSNISNFVVNNSFCNWNKRRESVFNQSGTNNNISFQLEGAQKIITNNNYIDESSDSFENFIKDNFILTNNSTE
NLKTLEL                                                                         
>Tthe_XP_001023431                                                              
MSNDQFYFNFEVGGNLNLKLIQLNYLKQLQLMKKIEKAPQDKQNENSNSHSQQVPKQDQQHLVENEQSKIVQDEKKQNTN
YQIIEEQTTQTQRVIKAKPEIQQKMIYLRKATSLEEFESTIQELIKQREEIMLIYFLIENEIYNDQMHLMMFLKFTFEKK
QQDIFNNILCQKEINYGQIKKWLVLISLKVQDKCQYLFNKNSGGYTILHYIKYLFDLIQPHISNLSLDGKYKILQYVLEC
IIIKYDDKDPVKYPYSSSVLLSYFESIFLPDHESSETITFQIDKAFEDIYSLTSYEINNLMTNLFYSFPSEFTFLIMEQL
ADRLCQSNDQEVQNCLYQDIFQNLILKKATACIKKEGKIKHLCNMISTYLYIFQDKIKENSKWIILHKQLTPDFQNKIEQ
AYKSVSSLVKKELDQKEFKRKCFEYENKVKKQESYIDGKQFSGFDNYGNTCYFNSFNQIILRLPIFNEYLNSKNKYIVTP
LFENYRKLLKSLNSPNKYGDQILIKDIVQLSSPLFRWGTQQDPQEYFVNFVRQLYFDEKNITRKEEQDKQAIQHNLFTIE
KFGRRTCHNCKLYSNYKKEQSPSIQINLGSQIDSTELDFFQLTKQTESQYQKAKLTCSTCNKNVEMSSDELYSRIPPILV
FQLNRIKDYQCNKNLCKVKFPEFFNFLEIQNNGYNFPYNKSNYRLVGIVNHIGKYTNCGHYVCYLRYKQTNKWILFNDKQ
VDVFQNSLTLSQILQINSNDNTPYLLVYQNFTENEPVSKEQAILDYFDRFRQYDKYHQNQS                   
>Tthe_XP_001023360                                                              
MSSIKKIQNKQIIDSVKNGAKLLMQKSNPKYSKNDEYKLTQTKQERKVSLNKINNSQNGQISLSLKRSLNSQQANFIGNS
NPWNTRTNKQQYSLQNGQAYQFQNEEQQYKTIKVKNQQILPQLNHSPQKSTTKYGGVDNSDKKSEYYQGQQHNQSLFEKS
SNDLNSKAQNSSKIIKPPLKSMINDKNLSSKENLHEINKRESQLPQIPKQNVQTESYYQKQAENLTLNKQNQNKPYFNSE
YQQKQNDYAHLDSSKENHIEFRGNDFINNPKTKNATLSANQKFSFSTTPPNNNNNNSSISKQFDDKMLNSKEPKKVPNSQ
VQNVAKDSLEEKFEKIYDTGKSISISQNNTSLPPKIIKKEIDDKENVKIENKERLAFQEESLNKLQPKIQKSEIINSNNK



LTPNENSKLEVQNQNSVDSRQSFQMKNKVEQQQSTNPLIRYYKYDFDFSKFNFTFSKRSSAGLNNIGNTCFMNSALQCVF
NTPVFNEFFFSGSFEKDINPKNKGVAQSYSVLIKQVRNTGNSSSQAPYALKKSIERVSSQFYGTDQQDAQELLRCLLDGL
HEDLNRVRAKPKYRELEADTNKRTLQEISDDWYQYYKGRDDSVVTDFFSGQLLSKVICSKCKNESLAFDNFMDLSLSFSR
GQENEADLVDLLKAFLKEENLDDDYYCSKCKARTKSRRQFELYKLPQILVIHLKRFNFGRSYRNKISSNVSFPVTNFDVQ
QFIQSSTDNSVKNSKYELFGIVNHSGSLSGGHYTSHAGSISQESINRYQSSGRQSPYLLFYCKSELLIPYQNNINNGVDH
HRMKSNL                                                                         
>Tthe_XP_001023030                                                              
MHKTLSQQAIQASQDIKKLADKPIANSEPQSDQISNQKDIQQKYIFSEQDIKSLEKNIWLEVKEKAERLVIGYESNFMPI
IKKTINLLDLMIEASLQSFNSQQITFFIDEILFTVVKNIIEHKEYQTEENYLIAEQIIIKTLVLINQSIQLDIPKLSEIF
AYIFNTQRSLYSKTILLKSPPQSDYPLGYEFDRDENRRQWEQNLKIGDIIDCIKFECYQKRQSWSRALIERIDDTSVSVK
YLNDQVDDRIFTKSSYQIAPLGTKSLDFEWREQLKVGDEVDFVDSYNIWRNATILEIKEVEVNNGTIVKSVLVGLRIYRE
DGNRLDEQNGKSYFGYDKQLDEWVSPHSGRLQRQLYMSFQNRFNRLARKQVQQQTLKNYLDYTDDANDIIFEIENKANKI
YAIQRTDKNNNLVRYINYFGEIGGFDNILKRLQNFSNWCPLEITQYYLEGIHNIHIFLFLDFVREYIPQMWKATQYLLMN
PSEANLRTYDKEKLESIISSLEVLLSRAFSYSDQVHETEKLSMSLALKCYQTDVLKQRLAGLKLICEIIKYVKQNSYKSS
DNLIIKPAKFVEWIKTNNIIEDLYLNNIHSEMINRSAEFFKFMLSQNLFTEQLAREMFNAIDKQDQMTKRGFLKLLSEIS
SEPRRTQAKTEAKELTIEQIDVIYELALKHLQNITICSDDKKSEIDTQSEEYLFDTNPVNKNTIDSLFYFYDLTVGKDFQ
NMSAELKAHIIDKFSCLIRTDDGRPQRVQFLIKCIDDIKKNVSVYHLLNIIKQIISTYYTELQIKGCNNNPNTNNQNLII
KLNPTTDEKEPKLNVNEDKQNQESKDSKKRSNSEKDNSQSAFEENCDNNDNESPQKKKNRRDGTLVNSPKQLLEFQQNQN
VAKQNENIVNINGDNTVKNSIDLGQPKSKIADMLVNEYKLVETVLSNIRQVKVIYKKMLDSPNTLSQDRKGLLTQFRFEV
SERIDFIKFINSILEDDKKIITTSFLTSIWKDIVENPLDIDERDLLFKWLRELADEKGGLVHEVAQFFKQQLLLNTEFVE
HLSLEGFLCYKVMFISLNLQKNYLQQQQIPKNNYTTNVYGAICSMSGGPMNNNQSSNEDQNNEFEYLVLTEPQNLEGMDL
LWEIVYKNGQESVIENCIDFLVKLHLHISATSNINCGQIRKNFIDHCMESIISSYGSNITKVKRTLDILNCLLNESEKKG
IGYLKPINGLVKGEVQNLTITNEINAYVQEGQKKQDIKIESNKTIIDLKILIASKINTSWDQIKIKRSPNFKQLRDSDNS
RTIGEIRFKSNENLTIEKRQTPPIPEANLLNQDGSLVEKAKQIFTSWFETFSTEGFMDAENLAKFIHSCTNDSCRPDDHR
VTSTIAQYDHDNDGKLDLQDFLNFYRKACQEKKAVVWKNLQSHYYRNDLKKLSDVGEDVEDIEILPRNIIMKNPQCYEVL
MKILDNEQVSENAINLLNRLPASPDLVRKVLNLEGVKGNNQPDWSLILDTKNSQRLLYTLTIIEYLMEDNQVLSNNSDDQ
NQSQQEQKTQEEAKEQQPNSIKEQKDQQNQKDSKTQDQPETPKEDILKNIYSDGASIDPANWREEFIQCGGFDQLFKVFI
QYSQQDYSKLTINTKNILSFILRIMKNYLTAVFANKVFQFFTKFIQLAISLTNKVTHLYKINQYAIQVKYSLDVINENLK
KAEEQKNDEEEEKKEESKENNDAKQQKQAQPTPQVTPYHPNLLEQNVNQNMNNNTNENNNNSNAPIVGPYSKINFTSIWA
NRSRVKETPDFLILKEKLSGKLGQKIMDTLDIESMLTKIIEILFNVVSLDSELESEDRVIIDFCWCIIIDIVLYDTKQRE
ILVKKNFEQFSRLIMKGLFNQNLNARRVFSHALYLISRQDKGVFSSFLLDLLMKNVPSSKDVSKSDCNQYYELLCKIIEE
STDFENIQINFQDLMDFMVQNIKDHISQESRYNAKNDKMLIGFLNMCEKILKIEPNLGNSLEQFAEYLFDVCLFCKNPEG
LLDDNLDFDQIQQNQVYEFNPPYYVKCKSSDSRRGAYKILNSILKTNKKMVLNIIKDGLNVLIDTLIPPPSWSYRPSNEQ
KCHQNYLGIKNLSQICYMNSMLQQFYMTKTFRYAILATDDEKEAEIVEYRGMYIDDNILHQIQKMFAFLDLSDRQDYNPV
GFCFSFKDFSGKPVNVGVQQDAQEFLNMIFEKLETSLRPTPFKYVLESVFGGQTISQMTCSSCGNVKAKYELFYTQQLRV
EGCKKLSDSFNKMIEGETISDFKCDACEKRCDQFRRICFSQLPNILIIQLQRIVFDLDTFVNKKINTKLEFPHNLDLKEY
TVEYLDSKENELKVERKESTNSDSHKQQQISKKDENYVEDNANVHPPEYYKYRLKGITVHQGTAELGHYYSYINYKEDKW
LEFNDSRIREFNPQNIEQECFGGSSSNYSENYWEKGENSKNAYILVYERELKTPLKIVTKNEDQRLQVENSLNIKIGEPQ
QKQEEEQISYVDYYSINQRIPMNQFKSAWLDNHNFMLEKHVYSLEFIQFLKELIWMIEKPKDFITSLTSQSFIYKNHKEI
PERDQQIYYNSLQMCAKLFFNIFYKSADFEILKDLLVHMKGMLDLIPQYTYEFAKEFIFSRFKQIESVLTSCSESVVRSC
YQQIINFTINNLINYHNIQLNISESFFIGKDDDQFTEAELAERDINVFLERLLDIMHTEVSKNWLRMQQYLEIFRDFAFG
GDVQIQWCFNKEMIARLIDFFLGNISPLNCYGQKKHEIGNRFVQTPFGPLLQNVCFLIQKVKWNMNKNDQIALNSQEFYW
KSMQENYDSQSICLIGQFLSHKEKIFSQSFGSLILRGINKTNCDHVKQYLDLMSSFLAITDEHQQIRIEWIFGYANLVIN
PNDGYEMKQNLEEQVVIYETRLKYYENVQPVLNLLYHYRKLQENLCLHILHRVLLMCKSDQFYRFLHYLMKLPAPSYSCS
HYLSWVRPHLESIINDNQKNYMANQKEELAKQCLSIYEDIEKIINNYAVQKQDDPKKQQEEAHHTEQSIKESTQVIEECS
KTSESSPQSHDKQECESARKEDNQQQNLNNQEANIGQKGLMSLWTNYIIGKTLQIGENRWIPVGEENEQPIYLRELEYTT
YYTDSQPNGNTNLIFPDVIKSGSSIQLSSIKLEESNINDFLYVPTQNNSGSDFCQLTLNIDKSKFQNNSSTQQINQEKKS
NSIPRKVQQEAKRIVSEYSDNEYEDENEVFKRNKKQAGSNDTQQKEEALNDKQLDASDNNGQDDSIDSFKANIGEEVNHS
GLPSSSNYGLNCNQNQDDKEVYDVLNVNLDEATQDQNSQDLNKEKYVKTLQSNTKNLLNQLEEFVENQNKDSTNDQSQQQ
QQQPIPTSDEVDQKQQCSELVCVTHIINLKKEIGNVVRRFQIENNSESHIKVLVNFQLQDENTQENINQHMPFEIYVQVE
PKSTISFFSMRKINPSRDWSDYSISVQYEVIENIKVDQSSQKKNDNQNDCQFKKASTVKNQQEQSSKTQSNNQKQDQDNQ
TDQKEFSFKNDNNQDSNLNNRDNYENNPYAVKIGPQLPDKLDQEYYGMEACPKEYKDEPCHFLGTILKIANICKMQKLQN
LKYAIIVIYD                                                                      
>Tthe_XP_001022209                                                              
MTQRDPKYSNIQQGSQQNYDNSKYQYPQQYKVIPSHLPQYNTANNNPQIRNQQSTQQLTSQPRIGTQNQTVNQMTTSNNS
YLQPNTQSYNPITNQSYQYSNGSSTASSNKNSLTTSNSSSYGNDKIGAYSKSQLDQNQINYPYANQYNTQNYSQSGTQMQ
QNYGQYNQNSTQSTRKVFHRKCGLQNIGNTCYMNSALQCVFNIPGFLDYFTSGKFKKEINQANKGIANEFAELALSIEEN
TTKNSYLRPSGLKFAISKVNQQFLGSGQQDSQEFLRTLLDGLHNDLNRVQGKKPYRELEANIKLKPLTKIGEEWFQYYLD
RDNSIVTDYFTGQLMSKVTCQVCQSESIAFDNFMDLSLSFTAFRILISFELDRLIKAFLKEENLDDTYYCKNCKKHTKSK
RQFYIWQLPEVLVIHLKRFHFGSTRREKINLDVTFPIQDLDMGQYLERQTNNQDFLYDLIGIVNHSGNLYGGHYTAQCRN
PYDGTWNEFNDSQWNEINIKSQNYDTKGSHEPYLLFYCKKGLAQKYRNAK                              
>Tthe_XP_001022199                                                              



MKYSIDVEQILHKSFSKTTIGLSLAGVATLVLSGIFVKRKVKALEKLSPDQSLGLITINKKPPGLVNFGNTCFVNSVLQA
LASMPKFIKNLEELCQYDDVKETKDRNGNGKKDNKKINIIKKKKNKVLGIKEQSHLICKELLNILHVLNDENMGNEDFSF
QPHNLINLLEETNDYLSFREQQDSHEVLKLIINCFEDTLKKGNYQKYDLVNISKKEFTLSNSLLGYMNTYLQCVACDRKF
NNRIEAFYDLSLDILDRSISSLEDSIKHYFQEEYIDDVQCLNCSINVFLKEKENKVKYLTAQFQKNSDSTCISKINEQID
YIKTVGNKSLIETEDVVGGITKMISEQIQGLKQEYKTQIQSPFCVLKRQIKKVQKISKTPIGDFIKFDEQLRLDQTLGLK
KKENIQTYHLSSLISHLGSDNFGKNLQQNIIQFINFYKKGHYVTLRRVWHQNYQPYITEEVNKTQYTKSLWYLTSDREIR
YIEKADVLKVRAYILFYEKMESE                                                         
>Tthe_XP_001021351                                                              
MSEIQMILPYDQLFERIRGRKEFEILIIYIKYVLRCKSQIEEQNISYHKSVDQFLKEKLFKFINISDQTYLWRTQFIQKF
AYVKEVTLLNQNYKHPNKKIMELDMQEYNYAENIYRITLIYEFLIKNKKMFPFLDFSEMIQEFHNICFHNLNQMLKPFSI
FFDFLKYEYKDDEYFDPKKSLKYFIMSFKQQQLATLTEQTLWRGIDYINPDAWHYTFKNLIMMTTDLKVSTILLALSQFM
IHQKIFGPLQRILDSFTAGFYTYLKFQAVSAGAVQLLKLFIIGSSCAQKVYLKHSVKIQQALQDNSIQIEIKTILCQIAQ
CLIKKYQDSTDTNALSSVVQQFYENNQIQSQQFTPEQIDQMISQLNWLNFQGQQNDQAQSNNQAISQNVQNPLFQIQTSN
KCLRGLLNLGNSKKKFFLLGALYMTKEFRYRVFKINLAEVMHGGSKQSIQSNTQQDSKMEIDEQQVQKSDSSMQEEINDK
SATENEKKKANIALIEKQTKIIKFGTVFQLQKLFSLLFKSKRTYINPAFFKGILPEFFRFSYAQQDASEFGRIFLDQLER
SVQNTNDNVNLKQQNTENQDSTVTFNGLLQHNFKPEVFEGDNKYDCSICNEKNDAQKDTQISYLPNYVILTLNRFQYDLK
TFKKIKLLQQIDIPEEIDLSYYQKNVSQAQSSFNCLDQDLSPISQTIDEKKMVCENQENSGQEMGNQYQNDKQMIEEPQQ
QESQKINKNIYQLYSIVVHRGSTAESGHYFTYSRESSDENCKWILFDDSNISFEDSLQNVLGTFTTQSTNTPYLLFYQNK
YHASKYQANLNENAYKLSDKLMFSIENDDRQFMKEMENQNKAFSLLNTLKINHQQNQQNSQIYPFRKDDEDDSEGGNNYQ
GGGQLGFGGMGNNAIF                                                                
>Tthe_XP_001020768                                                              
MSATCPHLNKENYLQSLQGKLIYKDQCTKCFHDPRDVNGLDLCLKCLNGSCVSGQNHSLLHFQQHNHPIVLNIKLIERPV
QQQEEQQDLTKLAIGKPGGAIANQIEYDEIYTLRCLACNKNLDNQLLDGVIKSIQQENSAFKKQDICEWELDIQPCEHTL
TIEQIPKDMTQGLNHCHSCDLSTNLWLCLVCGNVGCGRKNYDGTGGNGHASEHFQKSGHSLVVKLGTITQEGNASLYCYS
CDNDVSDAYLSQHLAVFGINVSEQKKTEKTIAEMNLDANRNLTLSSIIEAGKKLKPLFGSKLTGMQNLGNSCYINSVFQT
LFSVPEFEDRYYVHGLEHLKECRKFPVDCLTCQLSKLGVGLVSGEYSKKKEIRFLSSVDTSVLSEYEKYEQDGVSINDLR
AMIGKNHPEFKTKQMQDALEYLQHVFDLIEKEEKNTKQSHIGKNFEFKTVNKLKCMSCGGVKLIENKTNELKLPVLPPTK
EQLQQALKDQEERQQKLKKEATNNESPKEDAKLLEEPEYNITFEQCIQVLQAGDVVELNCSKCGVKSNFTSNHYLKTLPK
YLVLPTNRLHLENWVPKKLNAIIQMPSEYNLKDLVFKGLEGDEFLLENQEGNNNNQDLQNQPQVDEIALLQLLEMGFGEN
RAKRALIKYQNNTELATNYLFESMEDASLDLPLEPIKAQQKKSGFVVNEENLMLLQQMGFEVEQCKRALKKFNNNVELAL
DGLSQGEYYEEENEENKDQGMEEEDAPITGTSFELQAAIVHIGKSVHSGHYVAYVKRNQEWVYYNDAKVAEAEDPALGKG
YIYLFKLK                                                                        
>Tthe_XP_001019912                                                              
MEKSSLVCKIKEVEILIIQILHQKIDNICYSNSIFQAFYNCEPFKKKVLEYKSNKETELFQEIQFSKKKTGVCSSKKIMK
YVRKGNPDFKGENHQDCHEFSIWFLNQMNDVLNKKYIKSKTNPNPPPKNQPSWIEEIFGGILTTQTTCLNCQKITERDEP
FLDLSLDMNMNSSLTNCVKKLSDIEKMSGDDQFFCNTCNSKHDAEKKFKYDDRLNRMIKLFWRVAFPLGIKLTPNYVPPD
QQNKQDLHTEMNYQLNSVIIHHGQGLSIGHYTALIKKTDIWYLYDDEQINKIQESDYQEYFGSNNIPSCAYMLFYQQKED
D                                                                               
>Tthe_XP_001018704                                                              
MQEESKPKNCAHNLEKPVQERQSKEFVGLKNKGATCYLNSLIQAYYATPEFRKSIFDMQLCVKTFIKFYLKQQAEKMSNQ
HQVKLFCILIQIKKVENITKKSNFVENTNRHNFLLAFQKLFVEMQELNVSHMSTEDVTKSFGWDSNEALQQQDIQEAIRI
ETVDKIKCLNCGNSSERINIQYDLMTQIKGQTCLEESLINFQNYEKLNGDNKYNCENCGSKGTIIRKLPNILTISLLRFE
FDMVKLQRSKLNDRFTFGLELDASLFCDQFDDLQSDQGEQSIYELYAVLIHKGGAHGGHYHTYIRDFSQNSDWVDPKIKK
ESNQDEINQNSEQISTQFQIMFNNLLFFSTKSASKQMEIEIQDNHEKSSNGKNGNGNHQNGNSSSSYNNKSLKRNTRRAN
KGNDQQDDEPFPIPVENQSLLENWFDIDDEIIKCISGNKIQKQFGSNSDKESAYILLYRKKSLPRLNLKIPAYFEEHINS
INNVFQQERTHYENEKNSIELAIRSYENLNLKTFKFNENAEPTKMIKISKNQKVSDLYELLNLSSEYSLFEIAYCENQMV
QIYQEVIYDEEKKVGDMDLEHRSELIYISKLQNEIDYNKMQKYCGKENTPYLIKVIKNGENQGDIIFHSSRSLRDLKQTL
VHLYDVPYHKQYLKVANGGATQQIPNHVSSEEQTISDLGIIQDSTIILSELEDNMAKDSQKNMTVSYEFFILNLNICSGN
SVDENKIYKHEDYDKSFKEIMPESTQQDEIRLQLEEGPTPNKEEVIITFKFYDDNFQQDVSREVIANQSSTIKEVKEKAC
SLLELDPQEYFVYKVDENEQPSTCVKREGQLLNSSNLKKCTLFYLISITQNVGVSEQEYVLYYYPDDNYANSAFIGQIIL
NKNLTVDEIKETIAQNEKLRDLTLHLVDKLEKDNIRLREMRKNHQMGTILKKSDKKFGKIVGSSIEVLCVQIKAQKEVLE
EDDLVLQITKRKVETQSYEQNEEFIFKAGKAPTINDLKREIIKHLKLEITEDEIDIAKHYINQFEWREINLKTIQKYKES
QLKAITKKKGKKKKGTASKSQTSNQQNQVPQESELIDEIGYRLKSENLDGKDDFQTEQDKENKKIYQTKKKNKDQWQSIN
FDDDKGFVLNLNFEDDDDEDNDMQEEKDDSNE                                                
>Tthe_XP_001017583                                                              
MSQQSQKTSQDQQRDLLIDEAQKAHKLIIQSDQKFRKQLDIKICYLISRNWFNQWCEYVGYLEVIADLEPESEKFALIKP
NRLINEEFISQQADQTLNISLFKFDEKIVQESKFLNILLKQDQNLNTFKIVDEETWKFFSSRYPGGFEISRPVFHYQHRI
IQNVQLLQPEIVVYNDELVQKIGQLSDLQLKNGQNPLNFKRCQLPSFYTLSQLKDLMKRQFNVDKVRVWRFDASQKKEEI
QLQTGKQVKQKQYQIRARELVEQQIGGHLVLQDIIKNHYCLIIELPIRGNFQLIQSSQSQIANGKFQGVCEYCTKILELS
VRCVCKQVAYCSQNCKYKDQDFHSHTCDVAADSESDEEMNSLPLEISGKAGLKNIGNTCYLAAALQNIYITSEFSQKFTM
NEINSTPNKKCKLLQKFSKLLKEMTMLNEESIEPWSFKTQLGQINQMFSGNYQHDAAEFITCLFDAINEECQKDNIEGAK
QDINLSKPDQFWSYCVKQGYNKALIESFLGLYESSIECPECQNTSLSYDPFTILSLPIKQKPIVKQIMVNLIKENIALDV



IHTKTSYTTGKTTILDLILFVCQENQIEYKNNIVVCTYNGESIQQAYIKSEQLQKNVEDLETELEGKNKSLLFYEVSYDL
STFDPLKHKLIKMDYSRMGKTQIGIMQVDEKTTFSAPRVIIVERQQNMSSIYKQIFSGLSEIYPEAYQLVKDSFAEYKEI
QLETEQDNEQQNTKSTSLNDLEEQRKKEDAKWNGASNTKDQIDQKQQIQQQNNGSSSNQKQSPPKQQQQQIQQNQISIND
GWGDFEIPTILPKKQNQQQKSTQKQQTNQKNEQQLTQPTQNQQLPKQPEKKQQPQALQAQQSQTSSQALTQASSNSIQSA
QSTASNDGGWGWDSEIYVAPKKAAPTPVQQKPQVLPSAAKQVNQQQGKSDEDDFTQVTQHKKGKNSKQNNKEVVQEQNTL
SKTQNLNQQNNSKNNQNKASENQKQNNNNNGNFANQNGQSNQKTILNGQQQAKPQSKQQQQQNIVNPFATWGDEDQPRNI
TEPEQEKKSLTSSKQLIEKQQQQSEIKVENQNQQEESTSNQNLAVNQNNKPNKSKTVIQKEDFSELLTKLPFSVNIKSKK
SRIGGVFKCYFCGKQNCQNCTLPFENQRTFSQLLQNYRDLLELELFWQKEQPPKTLYKSIIDQNQANSQAKKQNLPNLQY
CLEEFSQKEQLSKENAWYCSKCQKQQQAFKKLSIKYAPNNLIIQIKRFKTNIQDGSKEKNYQQVIFPEYGFSLQSYADTQ
VSPSIPSSKFNGDIVYDLYGLIIHEGTTENGHYIAQCKYDKIWYSFDDDNISIVESEKVLNNKNAYILFYRLRK      
>Tthe_XP_001017499                                                              
MKGESKIIETYITSQCFQSLSKRRRATPINMRVNANTPFFTDQYKQNTNQQNCQNSSIEGQRSNNQDKNIENQKNLTNLL
QLGSNLDENFKIYNENDYINQIKLQNDKFKTLNPLEIQGSSHKEICQQNLNIDIQRKKNPQKLLQPIQTLDPQRSIERAS
LHSNSIAATSSRNDQTFLYQNGKKFRGGQKLQKLNDINFNDKEFTPWEQKNTVDLLDVCQEEDILTNFHGQHLDKEFKIG
YNKNHHHNFYLKSLKLNNQIDEDKIIKKTNNRESYQTTVLNQNRNRLNDSQDSNSNSTGSNSNLLNFSNQLKSVATYKQL
INNTNSQESSKMENYLSTSQLNNIDIQDIQNKNDIIKYGRIQNITPKGQKGRCKSVVKERTDKSSLNNNSFANNYHYHNL
TINTDNVQIENPGINTLFSNPFQKNNEYEQQCTNFDMQDISTRLQTFDESNSRCIKSRKNKHLKTLSINSQNFSEQAYIK
DSISSYQMLKQSSLGRSHTPKTNQNKRLSNNSRNITLNGDTPISLRPIYTPVGTSGARGERGLQDRGNTSFMNSVLQVFR
YLEIYSQEILNYETQEGGNPPFIFFLKSIFKDLSENREPVKYTQFINFIYTSSNQFKKNETGDVDNFIEYLIQETLTTLI
KFQQNNSNQSITCSKNHSSSQQQALNKSSSYLQTEYENMKIDQSTNFLQKHSINILSRPKQSRMGNFISNQTQETQIDTL
DNDNFEIFQQSDYCLFESSEFGMKKLKGSQKEGQLQNLGNLINATINFDVKLSLEDKKVKVFLPCLPEFREIDKQIIDIY
NKFVQSIEHSNILNLSQLFFGVSKVTYCCLNCQRLDEQLNDINLFKIIKIYDDSEYSLGERVVQTGFFQYHVCKTCKIET
KFIQKLVYYTLPKYFFISIQKQSNFKLQFCSNGIKPPSSSSSLPNKKQGKCLCDTQNFQIETIYKSQGSSKFSTLIQPQN
QAKEEPMINLFSDQYFKQRNKFANENVKIMIYERIDN                                           
>Tthe_XP_001016960                                                              
MGICGIKSQQIFATEDLRKSSLRKNSNKQFVENVKSPLKRENKLNIDYCQIPNDIHQSKQRYNELTDQDPLGLVGISNLG
NTCFINSALQCLLNVQPLMDYFLSDLHNQEVNTNNPLGSKGKVTYAFADLVNMIWCQNNKYIVPKVFLNTIQQFSAIFGD
GSQQDSQEFLIFLLDLLHEVKKQRLFKLIVSATSIFLYKKDLNRVKKKPAIEDKDYQSDQYETYAAESWKNYLLRNKSIV
VDLFQGQLKSTLKCLVCETVSHKFDTFMYLSVPIPQQDKNQSKGIISIEDCIEEFTKEEKLDKSEWWLCTSCKKRTPSTK
KIDLWKTPNILIIHLKRFSFTKENRGKINKFIDFKITQFDLSQKVSGKEKMRPIYDLFSVCFKLDNTQANVYLIGTISKN
KVLKLLYIKITIKNILTLQFVKQNHSGNLGGGHYTAYAKNRDTQDWYLFDDSKVYYVKNPYKEIISQKAYVLFYSKTSVD
KFQRQTISRPEFWPHFINNSNSIINQNSLNDGTQNQKKSVSALSIQKQDSRVNQQNILSQNNISSVKSTPQQSNGKQFQN
QISLFDDENRQQNLEKSNQMTSRKQNNNNGNMTPIYEQKPNEFQENLDRSPIIKGNKQGDSFMNDSDFMPSVIAYNYTKQ
NFNGQRPEKLELIKKDQNLNSFSIKPYPLNEDEYNNQNEQSQQTNQNEMQSQRSFDQNENKNFKFKVKRISVNKRQNNSD
SKDKLIDQDKSLAQKDRLPPLIQFRNNHEFEENSSFLNQESQTNQSNQIEDDKKRPSFQNNTNNNHDSTFNNSYNNTNNN
TNINYINNIRYQQNRENSPNLSFYHNSSMGEIPSLGSKQYKTKNSQHTATYKGGNDQHLNEYNQTFEVNQKMRNGKQNHI
NDYQDIFAKPNQNGNYLNSNLPRIIQDEYNDQIKQNGTTLNTQISIHERQSLNGQKLERFSDRKSRNNLRNNEINYLVYE
NRQGSQSNFMDIYLEKNQDQQNQLMNNPQINRQQIQTETQRHLSYDQAGRRNKYNTYTPEKHKYFAQNESKEAKANTSVA
VQMLIDKKLTYKPPLNNNRINSNENSSNQLIITDSSSKNKIGNQSQIDPRQILASSFNSNQNSSSNYESSPVRAKRTSNI
ASSNSNYKYNNSIQQNNSNNFVNNNNNNQISNHYLNNMNSSPQKNYIKNH                              
>Tthe_XP_001016564                                                              
MKNNSKSICGINKKLLTLIIFQYGKLLSNQIISKRKEKKQSNQNQEHLESIEQKEEEDQILSQQKQQKNEAAEEIGSKIE
KSQSKQIKNQEGPNTLEDKQSQQQLEKQEEVEEQKQQGRNFSFSNHPQTPKRDSNSSSINLSEQKNSIFDTPKLNSQSPQ
QLENQTPSRINQEKNQKEQQQPQLISQRISTESTSTSSSSQIVTVFQMPNFSNSNNYNQCTSLSNTSFSSTQNDNNISQT
STKQSEWNQDKYYSHIIDISWAVQYTKWLSDPHSTASFSLPISNSNLIDYENKTVKKGIKEKINFDIVSSKVYFLMRCLY
GGGPDIPLSRQSSSTSSKSITEAIKSAQNVKQPSSGGIGENLFSKQSSSTSTAATTNPSMLEYHNRAQKQMIPSQFDNQV
IQTADVVRPSQLFKKQALGVRGLHNQSNYCYLNASVQCLLSIPELNSYFLSEEYRRVVKIQGTRKALKIVPVYADMIKLY
EKTSENNILDMNLLKKVIKKPFIPHEQHDAQEFIRYILSEIQDELNPILPSKNPTQFKDSEEAYQYYLRFQNSIIDYIFS
GQLSSNVNCSKCGYISRTYDPFLDLSLGMDSKTTSVQDCLNKFFSEEILSDDYKCEKCNQNNKAKKQVLISKTPYILTLH
LKRFKIYPKKRKITDFIKYPIQNLSIKQYVKNSSTSGGYYYNLIGIIVHSGSQDSGHYISYVKRENRWFCCDDGKYQEVS
EKTVIKQEVYLLFYQRIEESPEVNQQKKIAQ                                                 
>Tthe_XP_001015678                                                              
MNSTEYTQSKYKSNDELGILSHEAEMIVGKDNQQAFQLLQKALKINEKDPKVNKVMAYYYHYQRMFKQSIQHASRSLHYL
KDFSREYNPKKIFADDLFFIGDSYFYEGQYNSAEKAFQQLISTNTQSTDLFTIEQVKAKLQQIEQIKNLSIRESNSSQNY
NDNKVAQEFIQKMKECEKNQYMRMHGMPVLLIPNRWFELWKKYVSYQQVQEQLDESHAQSKSSSKKSSEQEKKSRKGSNT
SNQKQSDEENSNSKLSDQQKSNSKQSNSIKNDFECEEIDYQYVYPGSIECGEILETYPILNANLGVDPDKVKQFCNLVIK
KDAQENSDFVIFPAPVGKVLLDKYGGVRVKRLLLSIQDDTQITQVEIYPMRIDFIVIPHFSSNLNDQIVYKTYINKKETV
QNLKQKIFRILSAKNGNTNIISPTVCKLWRCDNQVNYKQLIKSYESRENSQVYINAKLIDNSSCPLDEAEIAEFDLLIVE
YRGQDGEWVFQNESERLVVNVCGFCGRKDDDLYYCECQLIRYCNYECQKKHRVKHRNLCQQTKDEQRQKKEILDKFKIKT
NRKQSDRVANGVCGLQNLGNTCFMNSALQCLSNVQDLSEFMIQDKFIHDLNKDNPLGTGGYLAASYAELIKDMWRGSDSY
SSPWDLKKIIGRFAPQFSGYSQQDSHELLSYLLDGIHEDLNRVKKKPLVNQIESDGQNDLEVALKSWENYQKRNRSIIVD
LMVGQFKSTINCPTCNKISVTFDPYMAISVPVPSIAFLSINVYIQFKDEVSLIQTNYNMRGQDSMNDLKLLIAREFKKDP



DTLEMAVQDKNLSDFKLLSGRESVETINSQKDLLLFCHERYCAKYDKDIPAEENKRIVLKIGIYTINKRDKQPEVNTYQR
METIQINKQMSINNILIIKRIIYIGQNTSYELIHVKVWQIYRFQIAKFVNDNQEIKFKVNLEKDSMEYLLEEYKKFLKFS
SNNSLQYQIKINEEITIDFDSSKSLFSEFEQIAKQERLIEINIGLYTQLNEIENINAVTDKTKSKAEYNLYDCLDLFTQK
EVLDKGNEWYCNVCKQHKQASKRMEIFDTPKILIIHIKRFRTSRVSSIGNFYFQSGGQKLDDFINFPINGLNLSKYVLSH
QYKQTNEPLLYDLFAVSNHYGSMSGGHYTAYAKNPIYNKWFDFNDSSVSESSTKEIVSKAAYVLFYKRREKSVTNY    
>Tthe_XP_001015436                                                              
MIIEESNTMAAGAISQNQSEQQRLLNGEAAQTQPAAQPQQQNSQQQPSTSNNLNMEQNYNQNSSALNTSEDMQQNENVNY
CFESIFISSRAIWISSQIKGTPNKKRDTLKERIESNCLLDDQLIAASFQFQTQKAYHFYKKQIQEFREILISDYFQKGFY
MDVREHLGDWRVGIVQQIYEKQQRLFIQFDGSKSDEHVLMSSNKLAHFRKFTKESLLEIQKQNIQTKGIEQRVQFLHFSS
LQKVVHSFIDTLEQFLFINLFADQIISDNLNLESQNNQETQNYFWKCQALTQSFNFSQQRKYFFNKQLGYTGEKNNASRV
KRNIEDIKLMIQPFKQMIKANYQGVSAFDFTQEFRGKYFFAMDQALQNISYEDESREQVIKLIKNHINYTIKYIKEFPNY
FTDLSYMYDLPVAIAHGSYEMFEMLLSIFGTTDRLVTNQNCFYAKNWFFIRENQDQILEQFPEKIIKIHHTNLLENEDND
GMQEEIIGQQQSLIHQQKAQLRSKIKSEIIPIFTNYFWLNGGFEAMNQLFNDQNKMIPLLSLYQISKIIYYNQLCNYIIQ
RMSLITEREIKEYDPRLVKSIRDYLQNTVKYHPDQDKQDMYLKRIDEMDLNLALKLLSSQYLNKKIQGLNDISEIIAEIK
QNDSFQNGSNNDDIGFRNNSEYYSDQMNDRRFNPKEFTEWVIKNQIIDHLLGDSMHVEIVRRCHEIIRFMCFCKQFPVEL
IDTIWNSCGSDKHEVIVSAIFEMIISITDQLSKEALFKFHEKINSIPLNEINEQTLMLIKGFSQKAIDILIPSSKFAYFS
QDQDGSDTEELEDGQEQQNQEEQKESKSKLSKEAKEQQYEKNFFCLELLLKLINEDNNQNLSYLVVDNALQIAKELLCLQ
QGSFIAKKYANLFLEQIISGKSSYQAYYLIYALVDSQMPPDILISLQKREIDLPKIIVDDICNYLKQIPEQINKLNPAVL
ENLKNAPNQNYVFKTTVFKGKYSHENNIHVRFQLLEIILTQNFSDNKRIFQLSPQEFDKLWNQFIQIPNHPCESQIFLNW
ILNKTIQRQNQNYLNTIDITNLFTFDLIKHIFVNIFCNPAMMKYQNFTPELFNIFFYLFKKINLKLRNIELIANLNKFKV
QNEDLAGMKTMWDIFGEAENKQVVNSCCDQLSEIYINHDKNYDPQFRDHYMRQLTEKCMQFLQQGYIKQSSQLIERSVQL
LLLFFSKIEGQSYKKQYELNQQNQYSQYSIQNQQTYTIIFQKENLSKNIKLNQNIPFGILRKKISQEFKIPTTSFRLYCR
NYKTFIEPFQDEEIIHASRNVFYVHLIEGADMQNAFHPKNFIIQNNEYFDLLFNLLSLNFPTDECNNNLWELIMKLPTND
HVKQRIIKIQEPWEEILKGSFHKKLYCLNIMEELFQHPNGNNLWIQKFYGSGGFKYLYEYFITLDMNIIQNALSKRFIEK
LLKIMCYYDSKAKIDMYQDDPEKGQLVFKQRFQRLIECIHRICEYCILREEKDLENCSQEKLNYSHQCQHYQRMMNQNQN
CNNQAEPKQPDFYTVEYEIVLQCIKLIAQDYNDTMHEFFCHPLMEKIIRKGLAQIDNCIIQINLTHFLNVLYGRCKDKHK
ILKHLLPTMLHNILPDIVRYSKVNGILVQQNNLMIPENTPIEVFRAEQTRSFFELAQQIITYSKDIQQLVSEFDFDQTAI
NITEMIINRPILETSQNNKDEILCGLFNLLKVIININPNLRLTLSRNYNLIKQILDFSFDFPQIRKKSESIFNQNQIAIR
GPKIKSSDTRSYSFDLLKQISINVPENVYQIIQYLKPLILSGDWRTKSQKDWDIVPKKNEKSSTGYVGIKNLGCICYMNA
LLQQLFMIPSFRQTILKCKDPQFESTAQEDNILYQLKCMFTSLCYSEKEAYNPKSFCHAFKDYDGNPTNVYEQMDIDEFF
NSLMDKLENQMKGTKHSEAIKKHFGGVFSNEIISKGCQHYSEREEEYLSISLQVKNKKDIKQSLEALTQGEMLEGDNSYH
CEKCDKKVVALKRTCLKKLPNHLILVLKRFEFNYDNMQKVKINQFCSFPFEIDFQEFSQQGLRKAEQAQNKQQNHGNHAE
YPDNYFKYRLYGIGIHMGIADSGHYYSYIRDREAQNGENKWMEFNDNVVKFFDPKDIPNEAFGGEEKWKQFYMMENMNMM
NQFRQKIRNAYLLFYDRIEKFDEDQFQQASASPKEKDLSSEQNVKILEFDDEQEDNISVKEEDKKQNLKMEAEEDEEIIQ
ERTLSNALNGADAASGEQKSKEQQNQQKIEEEEENSEYEEKYCGEFKQELLKQNTSFHLHKILFSQEFCIFMNNLIHQYN
QTLGENRQPLEYPFDLNSNTITKEFYDLHFIKFSLTYFFTTAIRQRVVRNENNVNLDQFYSLITQQLYKNIPAIQWLIKC
FTDPRLIKEIIMSPSSDAKEIVIIILEQSCKVLFSLEKAHLHDVEEETDLPKTLLGQFINALIYCLNIAENYQEYFELIF
RLIQIDEEIAQYLLQRMFIGRAMEFIFSSEGKKKKNNQQMGVNQQLDFPKTPFRTSDTPMMGLPSQEKQKKQYDSFYKKD
RSGFADSTSITYLFRILEYLILRSNFVTNNPSKIPSKINYNLQKDEIYWLYRDLDSLFYFLNKAKDKLAIKSVNNILAYL
SYEDPVIIDYIYSIAAKIVQEYQSQEFVRSFTLLKKFFSVKDSFQIKKIEVALQKLQQACESNLSYQRESDVIQQFLIKL
CADNHLVASYIYKNQQMHLNNQLKNLHEYNPNKKDADENLQKRDRYDLQYFDIRIPSSKQINQQILKTKVNYFIFENQIG
TTQLTCLKNWKIKQLEKLKSGDFNFDVPRFDTDDIMPETEIVKGRYYDFFDDKEGKWKIIRCYEIHQKKRIAYFFEINIQ
QMNNYSLNDERELYEKANSFIIIVLHLSTYKLFPFKSMHDHFAIQLQSEEEEENEEAELKKQEDNDDKKTEEENNSTIIQ
QNNFNEPNNQNEASNCMMYNEQNRSDSDIQNNHAPNSQEREVGEDQESEDEEEEEEEEEEEEELEEEEEEENEEIHGTSS
Q                                                                               
>Tthe_XP_001014782                                                              
MVVIQYSYDNNKIALVFQSTVKVNKKFLASYSHKRNEFNFVKIILDQANEEDNHCIFINCQTCLIHCIACDVEILDLEMY
GQEKQEELKNWPNPRKIRDIFHSIEFDWDSNLCVLENAQGVWGYGFKDTYEFFKKFINILHDDFKYIGKKIYDMKKTQQT
TKDLQEEWDVMQINLLSFQIKDNQQVLYKYSNNIKDYCDYSIISQTFKGKLCVRAQCTQCEFVYWCEEDFTGIALDIPDK
DVKFQMRNVYWKPQNDQWAFKEKQKEKNTKDLNIFSKLFTSNKQQKPVKREFYTLSEYLAYFCENSVVSEKKVFTSKNSF
FCEDCKMKVNVSKSCNFLTLPNILCLQISRFKQVNGQNLKLNDPIDIPIDNLDLSPFMKQFDQYDQQLTQYELLGIVEHE
KQLGGDSYNTYIKNYKNNMFYKFSNSQFKPFDIATNIKDIQPYLLFYKLKQKPQNALFRNLHSQVQLIKQGELQINFDKS
AYIPCFWYEKLKYLANPGIIHTQHLLCNHSKIKPDFFDCFPPKTSRNANSILMAENSNMDPTMIMDLSHDNDADLETNYA
VEFLKNQSVIVPIEIASYLLESYGGGPMIESNLPICQECVRLARNIKRRRKMEKNIISKFESKFTEETYIIDENWMIKWK
DYLYSNKKFFKRNFIKGMPPPGTIDNKQLLGPQNTLKPGLKKNVNFRIVNDYIWQIFKFLYQGGPALVINDYNSRKKNYQ
KPQLSKADLEQLQEMLLLVDEKKYSDLMKTILTEDLTQNNQNKKTQNIPQKPQVTSLLQKQLNQNQLKGKDTNGSQSLLQ
NNLNRQTRSISYTQSQSSKEQDSNQKNVNKNIINRSESIDNPSVTKASQENQYSNYNGNPRIKIPVKQNYPQRQMQNRSS
EKNQINNSTTSNKTLDKKNLDLNIDKIKI                                                   
>Tthe_XP_001014765                                                              
MITSFLQYISLNQKERDESIKKFSKLMIQKFKQRRYTHRLSTSLLIIEIHIQTSAVSIYNDFILQKRGIEEGVSAAAPHQ
HQSSENSMEQEEHKDNIVLDQGAAAAGVIIEANNSGDMEEENHILEEGEQADTENQIINEELNLEEKTQEQEAVKEQLVN
QALKFKELWEKFNQDFESSPSSTYFVLSSHWLRYWKKHVSYDRVIKGKEPIYEHFAKHGDKLENANKDLIQTTVDQSSDQ



YYEFSELNEDGSTIILKPQLQEIQDYAIVDKDIVNLLSENYLNFQVIPRRAFKRPDGKKGIEIYYRKIAGKCLGINSFIT
YFCKKKNLQCLQQDIKLHLVLFQELENKINYYQIISNNSYMDVNLIILNHSLLKDIDGGRAKSFTCKQIQLFSKENQEEL
KHFLVPIIKRHQYNQAYGYQNQPQNINLQTIRLWKLKENDTIEKVFQQLFEATRRFTSFEYKLKSPIVFIERNNNNTVEE
LNIEEDSTIFVEVQRQNGWTLKLEGEPDEDQCEFCRNYKVLKFECKCQKVKYCSDSCKFKDQEYHARVCDKAGEDSEDEQ
EQPYKFENDSVRGLCGLQNLGNTCFMNSALQCMSNTIPLTIYFLKKIYLQEINEQNVLGTQGKLAKQYAKFIKNLWTGNQ
RTFSPIALKMAVARLQSMFSGYQQHDSQEFLSYILDGLHEDLNRVKVKKYTESIDSNGRPDQVVAKESWLNHLKRNQSII
VDLMQGQFKSKVTCPDCSKESITFDPFLTCSLPIPNKEIKVISMYLIFANNRKTAIEVKYTYEPDQSKQQTIKDLKEYIQ
KTYQTSSNLILYSLTFDRVKDQFDDETPLENVRKTFKEPQKNALMIEYDVDIHDENKMKVFFTFTRLKEEMYMARRLVKS
NFTFIRPFIIEKKANKKDVHLALFEYLKPIFLRNSKPDSEFAIDAEKLKLDELYEKYILNVENPPYRLLVETDAQDYIER
PCTWCNQQKCKNCPVQYNDDEDPMEDFSKRSKSHYHSFRFECFVDQTTDFGRMINSLHSLDHSSQNNDSNTSASHNLDAK
TNIYDCLKLFEQPERLGEDNEWYCPECKKHQKAQKQIVIYRAPDILILHLKRFKGSSGLFKSKLTKVVDFPIQGLDMTDF
VIEKETPQSYYEQDADYFKDIHINPQKVEQNHIDESFKQSQPTQDEIDQENNKNHETNHSPSNNEEINIEEEQKNNDSKM
EQEGDNKNDKRLFYDLYAITNHYGSLGFGHYTAYAQNNNRWFCFDDSCVRDVTPDQLVSEASYILFYKRRK         
>Tthe_XP_001014699                                                              
MYPYEQQKVQIYDINTLFEEPISKEILIQYHEKYCNITAKDLDKWRTIGRTIYQITNHTERQTRVQMRNIIEFYTLLNEN
HLLYEDGKNRWREVYLADDKVFDFFMNSFFYDCAKYLIDEKIFHYEETTELSNKILLQSVYLFITTFDKTTVSVIEMLAY
IFDHKKQYFQINNKISSTFHIQQLFGLREDIREWLQNLQVGQIVDAIKIDKQYVKHCWSRAEIVNIQDDHIFIRFLNSSK
QFNRSVFRENFDIREKGSKCPDEEMEWRLQLKEGDLVDCCDTSHVFYNSTVLQVKEIEDEQGYTIKQVYVGYRVYDPNGQ
RKDDKGKFNGWSQQYDEWFDATHPRIQKYQSQAKKLYTKASTTNQDEHIDDFNDLVQVLEVENEVVYASPKKNQAVNLFQ
LAAINKFGKKGGFELILNKIEGQGEEWCSIDHLASLMHMFANVQMCLNRNFVYPYAKRIIPAVQKSILDSPPSNLRNFTK
EKIDSVNMGLGSFMKRIYSIGQKIEMLEKFNLQTALQSFNSEFITTQLQGLKTIMELLSQLRSDRTAESLQSSELKDWIE
ENQIFQKLFNSQKYQLIQKAGDFFKFMLNEGMIKDQHLEILWNQTRRNDTELKLAIYKVNICLNRIICLTKQFFSQKQIL
SDNFYIQSFDKNIIDFFLKKIIDTEPDQIGIEDIDLVHSFTRFRSNKTSDFQDSVRLFYWKLIENSYELPLDLVEETIKS
FCESFNIDNNKITIQTVLEKCIDHINKVVILKIDKVQFYDNQFIYLKKGTHSTLYVLKVIQKIVDQLYTTQGYMDAIIKK
EAVNFLFTDKNIVHVLVNNIRQMKKDLLVKIQENLGADSVKQLTEQILDSFIPRNTYIEHIQSRIDFLNFIYMNLPNDIE
LTLEVISEVWDAVIVEGLIPREKDIIYKWFSELNTNNMNNMNQSSQQIKKEDLDIFFHTKLCNEEDLRLMTPEGLNCFKS
IFCILNEKDGKMKKFPIVKMYNNNNILYNNHHYNSQSYYQQNDARTNPDFEYQMLDLPTNLKGIQSLWTLITLNQNQEVI
AKALEFLNNLHTNFDQNVSESEENIKRRYYQQAYEYLQKQTQEGDSEKIKRCIMIMESILDESEKKGNGGLKSLMSLSKG
ELITLCFQTTYYNSDIPNNFSFKMYTNDSVMDLLYKVGLYIKCTYEEVALAVAEPRREIEAKENGKSIAELRLKNGEKLL
VSQRKGSPVKEEELLINGEINPKAIRIFKKWFQQFQVDGRMKPLQVAQFINSCTNDNCQENDNRVVLCMENNDKGKKGYL
TEENFIEFYSTACRNKQEIVRKNLATHGYRKDLKRYDEVTIESIDVTSMPRYILARDEKFFKMVFDLLDRKDVANATWRF
ISRLPISPVLYEKIVKLEGIRNEKNPNWETVLGGESMYKLLYNLHVIEYLMEEGEVVSIENKKVSSTSYNKIISDESEEL
KQFKMNWRSDFIKLGGFDHLFKRFNQLITKKDILNIDTFQKYILSFILKIFKNYIVAAFACDQSQIYKTVTRMSLTHVPL
PALILSIREDIRNNRELTVRRKESEYRENLIEQELKRMETMDDQQHAKNQNEKKQNYEVKIEESEEFLQLLSSLQSQGLS
NQILQKFDFMSFLNQLCKLCMDFITSNSELESEDRIIVEYSLLIVSAILTYDKTISDQFFDQDKSEFTQLLSSGLFYKGN
QNIRKIFNHCFFMIALSHLSNSNSQPIQRLMHVLINNIPGLHNDNQNCTQYFELFCGLLDSLAYHQIDTSVSYDWLDFSS
LLKQLVSSLKNHESTETRTHTRNDKILIGILNLCDRILSFKEELKVEVGSPEGSNLVKEIFHKCLFDLQDHHLIENEDIK
KYDKLVVKCKGETSRIAAFRLLLTLCKNCPENMQVLMENGLQQLIEMLPQNTGYQLSYMRESKSDYGYVGIKNLGCICYM
IAMIQQFFMTPTFRYAILMANDEEQENLVEAIYNKKKMITDDNILHQFQQMFSFLEMSDRVDYNPIEFCYSFKDYSGEPV
NTVIQQDAQEFLNMIFDKLENGLKKTPFKNILENVYGGKQCSQVICSNCKQVSTTYQQFYNLSVEVKNFKSLTESLDKFI
AGETIQDFRCEGCDKKVEVTIRNSLANLPNVLIVHLKRIIFDLESLQNIKVNTRLEFPENLDLEPYTKEGLEAREQGNKQ
NLKEKQNYEYKLAGVVVHTGTAEYGHYYSYIDFLRQKEHISQQMKESWLEFNDSRVRDFSIKNIENECFGGHNTDWDDSS
FNFGWFRNRDNSKNAYILVYEKKVKDPVQLVFENTQQMEKVLQYVPISKYEIQKQEQQQNEQKESEQVKVLVDYFDFQPY
VPDNFFKKVWMDNHQFMFERHIYNDSFYQFIKEITNSIDLPVLTDEDCPKGYYKDYDKYPQNMRQSFTKLLQTHAKIIMD
LLSKSHGSQMIDEMINRLRILLKLCPDYCAQFFLNNFMKDFANKEGAIIKSQDPSVKNFLSKMYADCTQIIINFHDLKLT
QSNDDLQEEKEQVEYEQMSEQQRKNQTLRMIKNSINYFLNTLLQYLQDFGQKNVFKNEQYFMFWEAFSQQGPEQMKYLIQ
ADVCLLFLDYFMGDDSPLSKTKEYMSSRSITLRYTHVTKCIANIIDHAYTPIFDFNSSRNLKREITTKLESKSQNKEDEY
TLSEEISLFIFNSQFWEKLISNETIEPSVLKQLIQKLAFNQQLITNLVSEAIVRGLYRLGLDEVKIYAQAVYHFLSLQDN
FRKMRIEAVLGVPILVQNYLSPQQHNNQEDSLQVIAHYGTYALNCIDDQSLCMKTSLQIESTYSILEAIYVNRKNSDSIS
VQLLIVLLQLVIENEDIAEYVALAPAPSYVFAKYVDFIDHFIKEYHHNSLIQKYAIVPRVELAQNCLMLYPYFRQKIDAV
YQRNNIKFTSPEDEKSKEESASNEEVLIKDNQNSNNQEGGEEEKNISNKTSKDSNQYNIVVKEIDRTEVNYSNSQQAVNA
SQDSQNINFNNNHLNQGIYPLYTIGKTRDVTVLREAQLPITDNFLNEETMEEYNQKLEQVKTEQEFNKLVEELNELKEEC
THSFEYFNLYEREVNTFITDSQPTQTGNKSYDSTIVRDYFIITQNMSSTSPWNGFFKNKYASYYNQSQLSQIDQQEQNNI
IEKHFKNANTVREIVAVNKTSNQIDIKLNFILHDPENPNQKQLPKFGKYIKVKAKSNEVIFSVQKLNLQEDWGNYDIQVE
YSTFQFNDRCQLHLQFIDFSIQKTKQNIHSIQQSLQLNDTNSFLNFFGVLNSKQLLPVQNIENAPEQYDQEEEEEQEQEQ
EVENHNNDEVQDRGPRDQYQKINSGQESENESNCEEI                                           
>Tthe_XP_001013385                                                              
MGMVYCCFINDQIKQNQIQTYYGIQNLGNTCYINSALQMLRQIYEENEQFLEQRSYFAQNLKEFFQGLSKGYVNRQLLND
FIKRRRFLCGCIQLSLYTYK                                                            
>Tthe_XP_001013382                                                              
MRQSSNYMSQFQKPTQNLQEYAIKNSEKPQNKVTDTYLSDRQPSFQYRTNNYVISHNNRQKRTPNYQDQKNELYYKYQMQ
DNCKIANKGQILQYTPNYKNSYENNFNLSNNYQRNFKLDSNKQTKYMIRTSPSFLTLEYNKKNLENSQYIQQQQNSAKSQ



QQYQNNQINQHLQNENQTNCQTNQKNVATQNIYNLRTITSSSIANRNLNSPQPQYQKSINQNSEQLQNASKFDPNSQIAQ
QQALNQFIKYRSNSLQNANKIVQEIGFNQFNNQKLNYSFQNYLNEEKINQIFIQKSQQIQNNNQSISKNLDSTSFNSNSA
QNNINNKDQTRDSDSQSSSKSLITSYNQFELTSYEKSELSNLKKYQILSQNVKLRAREDSLIKGYQQTIISSSNTNKIQN
NDQLKIQENNQKLEKNNANCESQNKIQNTQKSLAETQNNLQQNQVNYISEHLEISIKNHLLQNQQKSNQDNQKQQQLDNE
SQTQNSTSQQNHLSSRDRRMVERNNQYHFESIYLNKSQYLDKIKIGLPNIGLKCYINSTIQTLRQVYYFDQKIFENPGFS
KDFLQLFQCMEERNTKKIQFWIQKIAEKSKQNQEHTYSGDTYMCIYDFLYEIKKSLPDNQKQQFDDLFSRNYKDKLKCGK
CERQKIPNTSQFITCLDYQEFGYECSKLDDAFQDNSDLDLFKQINSDDLICPICRDQLQSIRKYKYAPKFMLIRLLSFIP
KEQCLYILDKQFEFLVNQKTTQKYEIVGFCSYYGHYYTYTAKYNNKWIEFNDQNSSEVRPDCSKAIYFLLKRI       
>Tthe_XP_001013380                                                              
MSKNKNEYQKQNQKNSSKNKKTSNGFKNQPKHKLIENQSPNKITDKEIEGEYEEESKKEYNKVTVGFQNLGNTCYLNTAL
QTIRQISCISSDSLPDTIFCETLKILFQSTNCNHKTKYLNFVFDIMQNYQIHLENGGDAYQCLINLLRKIYSEITNKKGI
EQFQKSFQAIFEDGVFCNNCKKYEESKEVQYCHIQEEIIGIEDFSLNSAIIEPQSLYQDSECKYNCSTCNQPTLKPFRAI
ISAPKFLIFKVIKQEISNQRNNKKKAQKQTNYSQLNTKIEDQSQSFCYNLIGCSELSNSHYTYTAKYDDQWYRFNDSYGQ
KIENFNINNNNNINYLLYINDK                                                          
>Tthe_XP_001013379                                                              
MQQLLACCCPWFYKTKNEEQNLDQNNNQNNEFNDQRNIKTKKENNQAIQDNSDLKRSQYNQKNNIYPQMSNNNQQFNNRI
VYKQELKNTNYNNNNKDLKDLDNKPNGMEDKQKSFNKKENNSQNSKNQKNQKFVKENDKQIQERYNYSNQDKNNNQNENR
IQQINSYSQKKQINKKLQISDQDRFNIQEQDLNRNKQDQKFQDKNREIQTYYGIQNLGNTCYINSALQMLRQIYEENEQF
LEQRSYFAQNLKEFFQGLSKGYVNRQLLNDFISISNQKQTHEQKGGDSYLTAFNYLSKIINETNEYKQNNINEVSLQENL
YTTILLQSMQLKIQIENFKKYCFLSLISDSKAAQIIIQAWEKVIKNQI                                
>Tthe_XP_001013029                                                              
MSKRITRSAHVDLLENIKADLPSKQLKKQDEKKQTNSKTRQKDENVIQDDQDQTQSLSEQNIDQKNKAKKGKETKEEKEK
RIKQEQEEKRKKEEEEEKRKEEEEKSFIDDFKRKNNLINTKDHKERIETYQNKLYSDKKKQKKGNVQDEQEEEEVIDLAE
NKVKGKVGLINLGNTCFMNSALQCLSNLQPLTDYCLQNKEDNEINIQNPMGSGGVVIKAFANLVRQIWNQKEDSVSPDEF
LRVISYFNKIYSSGRQQDSQEFLLYLLDQIHEDLNRVEKKPYVEQKEYFKNLNQKELEKLAADSWGDYLKRNKSVIVDLF
QGQLKNTLKCLKCKTAKYQFEPFMYLTVPIPQKAENEINIQDCIEQFTEKEILDGDEKWFCPECKDFQKSEKKIDLWKLP
PILMICMKRFQYTAQSKKKITTKVQFPVQHFDMSEFIPKTLQKEKPIYDLFSVISHKGYLNFGHYVAYCKNQEDKQWYLF
NDSKTSLIQDPEENIPKKEAYVLFYQKSTLQLIKRQTLVESVNWPHKV                                
>Tthe_XP_001010911                                                              
MLGDMFDTPEDILGGVSNAQILNVQQRRPKNCASFMELPQLRREENGFVGLKNQGATCYLNSLIQSLFMSPEFRNAIYQL
PLCDEDISKKSGFVDSQSKQKLLLGFQKLFGQMQSLDISSISTEELTSSFGWEANQSFQQQDIQEANRVIFDVLERALFG
TAVQIDPTSFYKGTIVNHITCTECQVPREREENFYDLMLQVENISCVEESFMAFITPELLNESNQLFCEICNKKCDTLKG
QKIRKFPDILTLSLNRFTFDYDKLERVKLNQKYEFGLEFNIAPFLENSDIDDSSDEYNYELFTVLIHRGSAHGGHYHTYI
RDFLGEGNWEEKMKQYSQEREKREQEQKEKLEQQQQEELEKKQKEEQIKQQKQIEQQEQQKKDQDEELQDVDESNLSAQE
KKDLKKKQKQQKKQQNQKSQPIKNDKKKQNEEKQNEKKKNFVAEEYEFDDQDFPRMFTNSDLAKNWYNFNDSQVKSINVN
RLQKQYGGSGSENAYILIYRKKTLAKNIPNPSLPKYIEKLIQEENQKLQQERQIYEEASRHIEVYVDSHAVFQDISYTYI
NGYDFEKSSQLLRIKTDCTFKQLIQNISETTQISLENLAILELYEHPNKYVQTVRLIDVSNSDQTLEQAEVSHFSCWVYY
DKSKHQEILDRLKPHIGQDQIPLKLNIICPGKSFSILAFSQDKLIDLKIQMQELTNIPENEQYLQNEDLQHINDSLEKEE
MTLNQLKIQNDYDIIIKQIDHSHQQENQQNPSQQGKTAQLSEYQQAQLQGLVSILVENSDEPGVKRFFIDYKQLDLQKLL
AFIKEKFSIEQTSLRRLRNLENKQIYFKDEYSKSLEELGFQEGGTRLLLERGEIPVSGNIPIKIKNSSKHKVAETQNMIE
VLIQDDQSLHQLKCQACTTLKLDPEQHKLYKTDWMEEPIQLITNENQLIRNMNFKQQEVLVLRDNESPIDKEFEKFSIYH
TINGSSEDTKYVGDLKIKKDELIQDLKNTILAMPYFLNLNKESGENNTACLRVRDMRKDGLFGQIYRKNDKKISGYNYST
NNIAVQQLSKPDNLEEDDLSLILRKRNCKAKTYEGNTEFIYKSSKKPTVDELKQQIGTSLGLADMNQFEIVKYFPYEFCW
KVISNKEYDNLKETKKKQDQKSHKKNKDGKKQEQSEQKKDDKQSDVEQNLKKAPYLLKDGDIIGYVLLEEKEENDDYQTE
NDQKMKLWFEEEKRQKRQISTSKSKQEQHGFTINLDF                                           
>Tthe_XP_001009864                                                              
MSNTEESKLQSEEQSQQQNEKEQKEDHEYQRLSSKKYLGLSNQGATCYMNSLLQSLFMTHQFRQKLYEWKYNPKKHNKEE
DCLPLQLQILFSRLQLCTNRSFIDTKPLINTFGWTNSQMFQQQDVQEFCRVLFDAIEQSFDNNKESQWIRDLYEGQTENF
VFCKQCKTDSIRNDNFLDLQLIIRSDFDDILNNSIEKCMKHFVKSVELQQDNQYFCEKCNQKVDAIKGVRFKALPPILML
QLNRFDLDYTTFQRKKICDRVYFPHILNMNEFFKKYEDIIVEDPPKLQETQEAEGYQSQKNRKILSTRKASFDEGQGQDC
KPLFEDDFVSNKKYGSELGDKDKESQKETINFLEEEINKRCSKKESYQQQSEQPKMQANHPALITRADELDNLALFGDIP
CIKQEEKHQKLIQQQKQEGFAKKNIKIGHGTKTSADEVYDLKTDGLQGFDENEEEGEDDFWSTSVPKVKQEEQMLNKFAE
VNQKKESERTKQIINENIDINKQNQELISKYLVEGPYVYELYAVNVHSGGALGGHYFSYIKSFENGIWYNFNDSSVCKIR
PSALDHVQGQENPKTYMLMYRQVGLDDLKEVSVPEVPQQIQKQLEEETEQEKKRIEQQKILQMQRERQINLKIYKNEEQS
IQLTFDKYTNTLNDVKLKVMEQFEIKEDLSNWRLRAYSCYEKIMQETFSDQLDIPLVDLNLKDWKDITIEFKKEGEKFEE
YDPSKININVYLWEPSIGMLENFGAKLSPNLKLLIRNTDTLQQFVDILVEKLSISQEEIIVLKKSNRSSNFKVMLLNDVQ
STLSYTLQQLDVNNNSDIYVERLSDSREPQQLKTDINIKFAWEKQIEKESYSCIITFNDPKEVTKKTYSDQNLSITIDNR
CTLRDAKNLIAKKIGMDVNKFIIKRNQLRNIPELKDLSIVLNTLNIKHRGSLFIAEGIPQSIDEYLIEYRICRKFETKNS
LVANYETEHLTLMPTKTSLTVLELKQIIMQKLKELRNIDVKSPKCLRLQEKFGDYKTVLQNDKPFSFYQPYDSKVIGITI
LEKEEELKHDDILIYFKFWDWKSMELMNTVELVMKQYYDSQDFMHMVGVYFNIDPSDVEVYYIQSIKNLSLESISYELNN
WKSQADQFSISLVPWFLSRDGETFIKNKSEIQSYLKGQVSDSMIGVDSKQRYVDPNASADNKGKLLYKPTETALKINLKK
KVQETDEPNQAEENKENDQDNNTEKQEEQKLENEQEQELKTESNSQNAQNEQNTEKEIQTFSCEKEKNQNEDAELHKESN



QNEGKSIQEASQPSDNPIIKTVRFEDASKSYFKEEDYDYDDDIMQQILLQSLITSKNEIQIQNY                
>Tthe_XP_001009291                                                              
MSVCTHINKLKVEKIANLANNVKKIDFCQSNIHSNKTLNVKQSSDIWICLDCGNQACSKYSESACAQKHCVEQKHRLAIG
VKKLLIFCFECDNDLQSILDELEVDNVSNNNTKKLETFVDKVKQIFFKLQQTTNKSSNISANNSSQQTVKIVDQKQQNNA
LNQPQKLEKIPNCIFGLQNIGNTCFFNSVIQCLNGTELIIQNYIDSIEYDFDQQIDVWEEINNEEKEQTSVQEKKDEDDG
WNCVKKKDVKKITVIDNSKYTQIPAKKINQLFKKLLVEARLTKNHIFNPQSMYNAISQQFSRFKTFEQQDAHDLLRCLLD
SLIVGEEKWQNVKKSIEKKIGKQKNTITENIFGGYLANYQCNHVSRTFDFCLDLALPIVSKKSQQAQQKKIVAPLDILGI
EEEKKENNVQSATQNQIAKQNEESKQQNQEKPIEKQQIYQVIDSKELTGSKVPYFSQETPQYMWEPLEYTSKIQENNSQI
RKLENLLDEFFGFEVLNKTNNYYKCEKCGQSSKAMKKFYLYETPQVLTLVLKRFVQTGNNRFEKINFHVDIPEFINVDPY
TLIKSTSNQQLNEENTKKFRKNINYELYGTVCHQGSLTQAMKSIMKQIGIM                             
>Tthe_XP_001033548                                                              
MSKIVKHNSKLQQKVKKFKINEASEDKDTNEEDDDIQNFEHLDVQKQKKIQSSKQATSSSSSNYHLANQNNSKLYAQDIS
FTIDESEEELAIPNQPLKHAFKKKIRNSSQSSSSERDEFANLKSNQDAAQRNAKQNNGKKVNNSKGFPAVNYSNQQDYKS
APDMKDSSKYKNKEISSKQDIQKLSKNFENDQLINKPQKKIKRDTFSSKFVNEEKNQIEGERTNNSDKSIETAINNKENL
KNGSLSNQNQKVLTNFNQQNQNLNEKPSIKALFLEENEDMSTNNKQVKKKDQALHIQVIDLEVSDDERKNVYLQKGEKQQ
ELEQSAIEQKIIKGYSSVSQKKLKQENKLNSSFDSYSNADGLSIQAQGSNSSQMDIRSINQVNLLDNGDNDSILCNYSNL
DEDQDQNYSNLIGLTSNNLNNSYMEDEEDDLFDTIKIKKKTNAYEIINQTGDLNKQINTNMRFNHNNSHKSGISSDSSLQ
IHQKSPSKQPARSSFSPIQNMKKDQQNNMSSSNFSHSVSANQLNITSNKKKDAKGQQGLSSNQSKINIDYQQEELQNISN
IEEEIFEVNELPKEKTRILWIFNSVHFIERLTNNGHFLEGQEIITQNGKKWILQISYNEKLQQIECVFSRQKKEDTSKQQ
FYYLFKFYALSQTESIIDKSYNGNKTFSIESLSQSFNFPLDIELILEKYQHIIFELTLTPNRLQFYNSKEETNYVGLLNE
GQTCYMNSYLQTLFHIKAFVKLVYSIPTDKESEPVFPNSLQVLFYQLQSRGSYCTTTELLKSFQWDKSKARIQQDVQEFS
CLFIEYLESKAEKIPQLKGQIKHLFQGKIQNYIKCINVEYESVREESFFEISLNLKGCKNIYESLDDYVKEELLEKDNKY
DTGDARYQKQDAKKGIKILELPPVLFFHLKRFQFDYQTGRNIKIVDQHQYYEEIDMTKYIANPTKDECYKYQLFAVLVHS
GDFSSSGHYYAYIRPDPKQNNWFKFNDSIVEKSSKKQALDYSFGGKVFFKGFDKTKKQLAYENMSINSTAYMLVYINKRE
INNILAEIPIQNVPKWVIDQEDQLIQNYLLKQKLSRITSFDLLKKQQQTCGIYFQKQTKRDEQPEINESIIYKKEVDKSK
TFKEFFEELCSEIGAEPEDLGLWKIDYLPNSVEKLTNQIKKLVTHGQELIEKVYFENFPNQQNSNTATNLNQYPAPVFVI
IPISTSKFVGNRQIFQQGPDGQIEIKKQDKISSNGEKRMSSQNDWNRYFQFQEGTLMLIIIKSFEYTKEGVKIQFIDYIY
YNPLSTFSQLSEEIIKKKRLDMCSFQFYKEESYNVQKLSVEVNGQTHLKNIFNSTDCGVIIISYESKLSKENNISIISYY
QQLEDQVRVRFVFSSNPLSVNTVSASMNSATSPFQNIQQNANKLNNQQSAVANTFFTDTSNNQNKINTTQIDPHQFLKNF
QLNSLLPNEGIQFDKIFLKTIKYSQLQMSLFNCLKEYLREQIKQYYPYQSDSPNSMESEEVVKSSNFLTNPKKLTQNVNI
QAIEQFINLDDSFHEYILFKCKMRKRNIEEIPFFQSSVSETSLQDLFKHFDNTIVLHFDFSKSLRAKDRDQKLVIEYVLY
SNSFNKIYANQVIDIDKTANMQTLGNLLKQQKFFKEYMQAEQDYAQKQGIIPPSIVKVCQLSRDNPNRIELYYTESTKLN
TIKKNQLIRVELHQEIKESEILYICHQTTKNGVEAFDNPFSFPLSVYWKVKELKNKVVQILTDRQIIFDGKKVEVNRDNL
QIILYSEYSKYDSASLQVEDTNEKLIKHEIDIDSFKNKCGYLEIQHINLLSSTDNKAIKFDIN                 
>Tthe_XP_001007767                                                              
MGNFCGKKPQKSHFQYRDNMLPNMIPNINDDIINRLVDQWQGSVIAYFKQRFKQYANKEDNSLDQHDFIKIFPQLASFPK
NVKKKAFDFFDRDRNGKVDFKEFCQSLSVCCKSDVNSKIYLLYMLFDTDSDKYLSRNEIRTNDLVVNNSSTNKIVGNIEK
DSLDQQRLKQHQSQLDKLSVTQGNIAINDAYIVNDNIKILSKTTSKEIGAAYDATTNNTQDKNQKQQQKTQKEIQKKQQI
LIEQQEKETLAYLFSKKQDKIGYQTFYNWAIDYFNVEEFFLMFELVPDPLLEREIIRSIIKEEGQKDRQINQVLLEYRQK
QQLLEEQNQVRNGNETNNQDTSKNNKKNSNGNIKQQQGKVANSFEKLLQKERFTETIYVVSWKWWFMWRYYINYAYKIKK
MNTHNQQKMFKNFNGQDTQQQDKNSTNAVNYNDLKNSSPPELGINLISEAGNKQQDKISAANNNNNNLASNIQTNQQKGI
GLIGEEQNDRQLNDFSNIANNDSLYRSQEQFESNSNSPAFSPQRRDSNHSRNSMVDLEFNNSIPSERQEEQKVKYHLKPN
AFKNNLEINMRNLQENEIGHYQYHNQQYNSNKILGGEEDIISDHNLFRPYSPSKVNHDLNSFGQAHQIIKNTYVEKIDHI
KTNEIQENKSLGDDGQQNFQGIQNHNQPQESQVRSVSHHHQFQQQGSFFTPRQSQLQNQNYQQETSGNKQIYFSNAAADK
HLLNYNNNTQRDINDSELFQNPNWNNQQFENSQNNSPSKYKGIINPQQVQIQKIEQFEDQHQNILNYQGQQLLNFPDTPS
SIPAGLVPLQSIRNGAIDNNQNINFQDKTKHQVETHNFVAHQNETEVISQNNSNLQQQQQENKQQQQYNLNQKQAQEKYN
DNQTIYNEVLHPETRGMNTSIVQMFQQSQIQQQQLYQNQFEKVNSVNDGFDIMQIEQSERVEQGQSPQDHVQFYIQKSVY
AGQNQNERNKPTINPNIQGNINQIANKNDQQSIQQQTKNIDQPSTLFSQIKFNICKPLQGLKGETHDLLSQDDLSKSNIA
AATNKHINNYNSNQVEQSQFAKEFQNNQQPELLNQTSNSPKKSEEPSSPDKQQNIIDVNLNTILTTQNNTKKSNEINLNT
VHIPTDKMLHDDYMDEFDKGIQNTEEFGDHEEEEDHKKVNDDRLRFQQYSGHNLGDRPTQIDNTDIEGEFQGELQKNILK
NNDYVIIPEKAWEKLFSWYSGGPTFKRKRIVDIQKNYKTVELYPPLVIGYKCRKNGEINYDTRQELMVSSWKTLKEVMKK
FQKYFKSEKQEDILYYKKMGSYWNKATDLDKTMIVDLQIESGTIFLFLNKAIEEKFLEKQKMKSQIKGGINTFTEILDTY
EVGDRICVFHPSERIEKKGYIFSIKNDTIQIHFKRESYRNDIIFEKKKLENYLKQESNQVSQLNIDQSMTHLNNHIKYNP
KMIGLANLGNTCFINCIIQFLVHTPFFRQYLLDEIYRDSIKENIIVNQSQNPQTVVAAANSVAGNFNNQAIANVNSVISN
NNPSNIYKDQQPQNQGNSQEQQISLIHELSQLAKYLKQKPYNDIYDPVKPESLKKSIDKLMPNFSGHEQHDAQEFLQGFL
DKLNDEIKIKKLVNINKPDETNNSVSNTATNALANQNTAKQNTRTISNSNTQPLQLQKNSFSNNKDITSLVKQTLSKYVY
EENLTSQPPQFPPEPISNLPLQPAVSSQMQTDQIIETNQNNKRESGDKLENQQNTKPQQVFQEFSIIKDVYMGQTINTIQ
CSVCGNVNHKYEDFFTISLPLPIKNEVLYEVTYVPRINKGIMKPIKKYGIKLHRSATYADFQQAFYKTSRINPQTVVFAE
ICKNYNFKNLYLIDPSIPMRNLGIRSNDEITAFEVINTNQLLEEETKSLYPHNYTIHSQNKNIKEGDFVDYNYQSNGFNL
WMHGQIERITFAEQKNEQIVQLRLLDENLAGSLGKSYIFWFSAKLKDALTLYIYNIYNQKNYLIKKYQTTAKAQTKQKIK
SAKTQGYTQLGGELEEIDFNNAAQTYQNDDYRTKEKTHQEQLQYVREYRQKAPSFHGFGEDQFQGNQINQDDEYIRNRKS
LVNQTDAYRISSKSPIKNKQQKDEEPPQLRPTISDYQNIYKANTSTFIHQYQENLQSNGYSNQNQDGNTNSQQNNLKNTI



KQSVNLEKNQKFESHAQKSQQYQNLDEYYSAFNGEIKDSIDFLQSSYFPYRLRVIDSVTQRCVICDLPLIPDITQKESCQ
GCEPGLIERPIFWDIKQLALVFAIDWKDSLSFNPSSMVPQNDESYIDLKKQKNEIKMGIPIQSCFDLFSAQEKVQLECDV
CKVNQIQTTMHLLNKLPNILIIHLSRFQYQNGLFEKIDDLVNFPLKKLDLSKWVFKDNKLQQAQQNSKQIQDNQNEIYDL
FAVVNHLGNGHGGHYTSFVNIKEDGSELKDCWVNFDDEQVNYINQEEVLSNKGYLLIYKKKFSTSAIVNLTYKKL     
>Pmar_XP_002787970                                                              
MLRLKIGAHPHAGEPVVVELHREDVSEKWGLQWDEESYKQRRHLARLGTSRKEEVENLFDIVEIRRALFSNLFIIQISIT
TARHDRGLSIHRVNDSTSRMDMRQELSQRLNVEMALLPPPSVQSSSSDLDWLIKATYSPRTRITEIASSMPPCLIVHIWR
DKFFTGVKDTTYVSFDRHLRTLETPDGRQIYHLTGVVEHLGYRLDSGHYVAYVARDAPDGEQWYFCSDSVVEPISFEEVA
TKHAYLLFYVRMD                                                                   
>Pmar_XP_002787608                                                              
MAGPNATSLRFKCYPEAAPKEDELESLLPYYNVPKLSELKWEVTRTARHKEDPLDFMTATNKREGIWSGKSFMRTELGLD
KKTEQLRVGSRAGLRNLGATCYVNALLQALFAIRPFRYGIYAIPRGEEGVENDDRKWLRTMQILFAEMQEGVSASCSTSV
EAFITACKLNSAVQEDASELATMLLSNVESKIPPGFPNFVQDTFCGSIRYSTQCSQCGNSVQRSERLSEIRVCLNSSEPL
KLEDSLARTFEKEAFSDYHCLNCEGRVEALRGKRSPTLEDTIDEASPDAPTGSSKTAYMLIYTREDAVVNAEGAAVEKEE
EETLLPRWLKEEVGEINSKVTSDIEHLEQAAKAVESARDSRQEQVKSFMSTVTALKESTGASLNSLSFIASKFILEWWTG
EDVKAKLEEQFGADRQSKGCVSIGESPARVAAEESVDLAEGLVCPHGKTSDHAESSKYVGRPMECVERLIDASEQLAMAL
PGVQPKLEMSRWVMRSEPLCPECNKEKLEEAQQAGEEREKCHELLESDGKAELDDIPTDLDGGGGWSYLLPKKWFLNWRE
YLKRFCRGGKENGKKEEAKSVRKIYRSLLVCDHGNLRFDPRSRGTYDNKMVVVLNEKEGRYIEEKYANGDNPLPKVRRVA
DSDGFVFDPPVCDEGCCTTLTESNELNSLRSGKRVPHPDTVYTDVTMKVRRQTGRFGRGTPMNSVEKVSSSSTGYDLKML
MLSQGVIDLPPRCFSLCINSDGVTQTVHLNDDTVLGKVCSWPKAASLYVTVDPSIELSYDERMSEVFAVVDQYNEQQKAK
SRPDSDVAMGDDDDDVVTLDDADPPPPRHRDEGGLQGSVFRDLLPPSSSSPPSAATPATASAAATIC             
>Pmar_XP_002787528                                                              
MMMAGPPPPLMPHSGMMLPGGPPPLHQGMMESGPGGMIGPAPPPPPRMMMMSSMDEYHHPPPTDPHYGYMMDGGGPSPNG
PVPGGSMRSTSMPMMGGSNPVNQSHGNTWIQIMQQHSLCPALLNQNDHPTLLRWDPFEDLLWVGTQQGRLASMQFTPNGG
LTDYTRFRLERSVVEEGYDGEGGGYSPISNAGVVASYNPVQHLLFDQSGVISVTPHSIHFHTRGGVRHYIMDDKTIHRMG
SNGNVIRSAEFYQPNPSHLVVGGEKRTLFFVDMQAGSLSTFIDRSSVLCMGGTNGSISFVDGRVPKEFTYTIVREGPGSI
VGPDVFLKIFDIRTLRQALPISCPTGAYMAKFHPALPCSVILLNVHGMWQQADFVPGASQLMSPAYYKTVAVGHPRGYKN
TVIARSSMSDSSTVGSCGDGVGSGGGKEVMGEVIDMDIASTGGTAALLDNNGWIHLWQTVSENAMQSQGMHARVNQYSNP
TAPHNTRSRHLVTGMLDGSTDNRVLAEEARSGRQRPLCVMDPRTNNISYNYQDVMPLWPVGLQPIADDEEQRQYNNLPGA
YYDDEHDGCRRLRPPQTILPAVKDAAKAQGIDVSKHPDSPRVASGVPVVHMKRSSTEAVIKGNAILWYTTSLMNEMSEEL
RTMRRDRRHRHPRAESQLSDILTESAEEEKDPITGLARIPRRFQFTEIDYGQNYNRFPFAKYNRSRFVCGLDNSYGGGSN
WNGIEFCNNAITHVPDFSPNFYLSNGVQILYFIRPLMQAAEKHVCSEDVCVYCELGYVFRMMEQLMFASNRICQCTRLLR
TLKATAPAELREPIDSEHPALSMGRKGILLLKHVLLSCKRTASSSPSSSISSPLSSXXTDGAAFVIEKILSESKPASESE
RYRNEQLEAALEHLMSQDGEEFWTSGQWMTERGGGSDVGAATATTAVESTNEDGVWLLTGNKWFTSATDAQMTFTLARTP
DTNGRLDMFYLPTRDQEGKLNGLKIVRLKDKLGTRQLPTSEMELNASKAVRVTYNGRGLSMIMNLASITRIHNTVSAAAG
MRRIIQLAKDYSTKRVAFGRRLQELPAHVATLAELEVEARAACSLWLEMARLLGKVEASTATDDEMMIFRLLVPLSKLQT
GRQAVDVASKGIELFGGAGFMEDTGLPSHLRDAQVLAIWEGTSNVQAMDVLRVITQTTGEALAALKRRFESSIGVDPRVT
SLLDQADHLLRDEFPEPLALRASFLVARGVCGGLMLEHGRHEEAVRSDTIAADRWLMDTKTGVMHGARMHAENRALVFAE
EDLSLTHRAGRVCAL                                                                 
>Pmar_XP_002786838                                                              
MSRAVELVKQYASTGRIKVPQPGDTVHNDSCVLSMDTPLYPVEGLYVSLEEGWKGYGRPFLDVDINNHDISSASGAVVYL
HITTKLSLKKKDDDEEKEPTKLAIGVQGGFDGGKDYEEEKDYRIAVVPYCNGKVDTEWLYLSLDDLSDLPEIVAEAVLAI
IDHKGAEDDAAVMAWEAGEEERPVSKYAAELAQEVPVKRISPNSADWYCEKSGDRENLWLNLSDGYIGGGRRNWDGSGGS
NGALEHYLEMKDQGKMYPLVVKLGTITPKGVADVFSYAEDEDTMVSDPKLAQHLEHWGIDVMKMSKTDKSMAEMEVELNK
EFAFDRITEAGKELDRVRGPGLVGLRNLGNSCYINSFLQLIFSGSVEALKRRYVDENGVLRRRSPQRTVLEVAKLTNALN
GTRYCPPIPQGEEERKLDPFNGMLAPVSLRKHFGKGHPDFSTSSQQDAAEYLLYFLDKLDRAEQASTSSASFHDGLTLSS
DEFGYVIEDRLECTKSGTVRYSRRRENLFPLVVSMDDAVGEAKRLKTDDDKEEEEGSSPPPVVPFEACLKRTMAPANVEG
FRSPALVVAGLWLKNFTFVTMPQYLVVQVSRYYVDPSWQLAKLNCSVPMPMELNMERYHNKSPGMQPGEKPMPDSNPGPT
ATTTTVVEADEEIVVMLMSMGFDMDQSKRACLKVGNSSADAAASWLMEHMDDPPTPTNAEGEATTIEDNADAVVMLTSMG
FSDRQAKAALKATSNNVER                                                             
>Pmar_XP_002785941                                                              
MSNRRFHPALPCSVILLNVHGMWQQADFVPGASQLMSPAYYKTVAVGHPRGYKNTVIARSSMSDSSTVGSCGDGVGSGGS
GKEVMGEVIDMDIASTGGTAALLDNNGWIHLWQTVSENAMQSQGMHARVNQYSNPTAPHNTRSRHLVTGMLDGSTDNRVL
AEEARSGRQRPLCVMDPRTNNISYNYQDVMPLWPVGLQPIADDEEQRQYNNLPGAYYDDEHDGCRRLRPPQTILPAVKDA
AKAQGIDVSKHPDSPRVASGIPVVHMKRSSSTEAVIKGNAILWYTTSLMNEMSEELRTMRRDRRHRHPRAESQLSDILTE
SAEEEKDPITGLARIPRRFQFTEIDYGQNYNRFPFAKYNRSRFVCGLDNSYGGGSNWNGIEFCNNAITHILYFIRPLMQA
AEKHVCSEDVCVYCELGYVFRMMEQLMFASNRICQCTRLLRTLKATAPAELREPIDSEHPALSMGRKGILLLKHVLLSCK
PIRYYPSSNIVTRLFGLSPPHGVPASPFVTLQLPSDEDLQEAVDRCRAADISTTEEEDSHAEKSELGEGPEEGDTDGDTN
ESSEAAANEDEASDGGCLLKPNHAAFVNMLSPSLVGGHGSPPVLLMDICPISEVQAAFWSVGGADFLPATLWLGYNDPHD
RTLITDVSTTKPRSTDVKVSSTLIARPRCNYFKYELQSVALHVRDKLKRKCPQGHLVGITNIPPDYHTDTFRTSGPPRGP
SLSSSRGPEVGAVVAAGVGAVSPAVVGVVPTPPKGTPTRFMSPGIRSHPSPTFQTSLGGSSQIPRPFTYAAAVAGRSYAT
ATSLADSGAASGHGESVTSQSPATSEEATSATEEEEEEEDPNWMVLNDFVITPSARQEAVDFSADWRTPVLAVYVQKRSL



AQIAVHDRQLGAATPLASSTLHPEGVGISLSSDRITRNFVPLTEKEIDRLLHGGLTVALDAEFVAMGLASVEIREDGSKE
VSSPGEMAVGRVSVLRADPMNPDDGDEGIKEGTPFIDHYLQIEESEIKDFVTRFSGLVHGDLDPKTSRHWLVSSKAVCEK
LRFLVDCGCRFVGHGLSTDFRIINLFVPQRNIRDTVELFHLPGQRYLSLKFLAQHLLGSCIQTDTHCSVEDARAALQLYR
KYQELEAEGTLKDTTKQLYEIGRQQGWK                                                    
>Pmar_XP_002783930                                                              
RVHATLQSGHYVSYVRDGSDMWWRCDDETITPASEGEVLATEAYLLFYTLPMEYLGKRLAVS                  
>Pmar_XP_002782775                                                              
MSPPPPPPPGEMDVAPAKRPRISKALDKVNKTMEKKCPYLGTVNRNMLDFDFEKVCSVTLSNENVYACLVCGKYYTGRGQ
GTCAYTHALEKDHYVFINLKNTRVYCIPDGYEVIDASLDDIRYNLNPTFTRDMLNSTIDKSTAIGFTLDGRPFLPGCVGL
NTISGGTDYLNVIVQILQQVVPLRNSLLTKKQDLDASRTDITEALAELFRKTYNAKNFKGVVSPHEFLQVVSIKSKKHFF
TSQRDPAEFLTWLLNHLRPHKTINKIFKGEILVKTCRNLDSQTAGDVWEETTSEFLTLTLDLPDAPLFKDTQEFIPQVPM
ISLLDKFNGETIVEDLVHRQLRKYTLKRLPPYLIFVTKRFKKNNFTVEKNPTLVRFPLKGLDMKDWVHPSWHNINEHTKY
DLVGLVSHSGQPEAGMGVYKAYVLHSRTNQWQETHDLNVAPILPQSVALMETYIQVYQREDVQSDGTFTDNVVVAKPGEE
EEDIFGGGDENMKDRDLALAGIEIG                                                       
>Pmar_XP_002782039                                                              
MVDLGELGEPPVKVPRVVDVIPRESASKPGGVTEEDEDAVSFSSECSVEEDDDDDSRGGKSVVEPEVPPARAEELEMWVD
MCEASNRIPKASLRSMEVKSAGPFSFRLLVYPCGTQDARHGSDYAPSAFVEIVPPEKRGLNSEPGRYFPDRWCLRCVNFC
ISIINFKADRHGRILLRCAAQALRLGVESQGNRPDYDGPVVPYLGLENLGATCYLNGLLQSLFLIPQFRRIV        
>Pmar_XP_002778407                                                              
MDPTYHRTPLGLLRLWTEVPSTMPQNPEELLRLLLSWMEAPDPTNRIAPMAFGLMMRIKKDFSNTLTFDCYLLAEYLQKI
SKSNAHLQACLLLLRPETVAVTVQALLLASDVESVEDMMGLWVKLIAVPAMPPPKYAMAMVNMDRWSSPYPIYSLVSTFF
RCVIRQCYSDKSAINGGADWRVMTESMLRTLSAKLHDPTTAVDGLRQLLMILKPAGTSQNGGRGQGSILLHGAVAQIFDA
SLLPYYERLRTLWEAGQVDSLPPYALTLMTELIDLIRPYVGDMTPPYGSAQVTTAAMLGLPPTAARISTTPPPIPGAEER
QGSFGMQTGPLPTGAAVMAPTNYLLPVVGDLGVPLQQQQHQQLAQPPTQTKPQLVYVTGSNGETVKFRKHMVGIQNYNNT
CYLGVFLQMLFLTDAFCSSVYGFQLQEGEDLKDEDYEQGKKILDGLRLLFARMLLTPYAYVEISDFIKVLPPSFRTGEEQ
DTTESARWILDKLGGCKQRLVGDIFALELVHKTQCQTCHTISTRLEPCTDIGLSVPREAEVLGQGSLDVNGLLKTWAEPE
EMTGNNQYSCDNCGCKRDAKRWVELSSAPPTHLILVLYRFSFDIDSCDFKKEKTVVYPDMDDLVSGETIQNGHYITVGRR
SEAPRGKWHEYNDSEVTDITKEEVNRLLSGLERPNTSAYMLFYRMKGSNVPRGPMPIVDPKITAEARAVEAKAVHLND  
>Pmar_XP_002777522                                                              
TAVAQQLKAPTASTVFVEDLSDEERRKVLKEREVETLPIGLVNLGNSCYMNATIQALYAVPPLRQALLKYYDSSAHSEGS
NQERSLSALIHQTFKDLGTKANAVEPASLFMLLRVMYPETFGKTTQGGIPQQQDADEFLRALMLNLSDTVKTPHSNVIDD
LFGFTMKTRMRCLEAEAEPESVSEERHRVLLCHMGTPTDPVGHLYQGVQLSLKETITKQAAVLGRDAEFEKSSAMDSLPE
YLIVEFARFQWKGESTSAGTHATRTKITRKVTFPQVLDVYDFCTEDVRKQLT                            
>Pmar_XP_002776382                                                              
MSLSSRTSESDRNVTATGMVTDEASSKVHHTQQGRTLNGGSGGHVAVDEGSALRPPLSAVPEGATMSGDAVGLRGHKDSS
ATRATRGFFNLGNTCFMNAALQCLVHTAPLQKALRNMPPPRAHGGTLPPARRLVEACRTIMEEQWGSEDLPQKVITTSDA
YNPEAMLKAVQELNPMFQGYHQQDSQEFLHCVLDAMHEELRRRVPRYPEAYLAVHMPEELPSPTAYSSVASEAAGSEYRE
SFSEQSSSSSQSQSPPSVEKLAEETSWSSPVSDAFLGKLISTVRCMHCKNSSTTIEPVYDVSLPIPSAPVDFSKISGGSF
AASPSMKVCSGFWGWMNSARAYLGDAKVSLYDCLATFCQNEELTGSEQYHCDCCEKKCDGRKFIRFYSTPETLVVHLNRF
RYDEGWFGQKNSRAVSFPVEEELNIAQFMHMDSASAVANRSEVVGGVGNQTTAYRLTGLIRHIGSVGSGHYVAYCRHEET
DEWLEYDDARVTKVDSAQVAGFEAYVLFYQKVASPARANVVAELRKAVQEGQLPGDFPRVYVPRQWTIRLQYMSHPGPIN
TFTMICPDKCVSDVEKEDAEQRYVPIPLEFGRKLKTLYGGGPLLSSLDPCEKCSYYVKAYLRRRATEQALVGKYDTKILT
MGSIGIWWMLYGLISGRVILKSSSRWT                                                     
>Pmar_XP_002776046                                                              
MVIIVHYIFAFFSXXFLSFFLLQHSESWGNRYFQSCAGLRGITNLGNTCYMDAALQCLLHTPFLCDFFLDYERITLNLEN
PMGSRGEVLREFYDVCSRMWPITDKPAPVVMEKGEKRRKFSPLNVATFKAAFGRFAPEFDNYSQQDAQEFLVRLLDALHE
DTNLVKWPKPYVQEPDIDDQALLDAVGGEPMVAMQRWKQYLKRDRSFFVDLLMGQMKSXXRGYKHTV             
>Pmar_XP_002773958                                                              
MERRNSTGVGKWVFKDIPNVPHTVFLNPCCSLAKDYIPKQQSAVQQVTAANGRTFYFKLLVFPHGNRPRAPVYVAAYVEC
QEREEGMDPRFVFSNVKFQIIVINQKDYRKSIVKADTHSFCKAEIDRGWHDLVAVERVLDPKEGWLDKDGCLVMRASAYA
RQAETVLGNGTDRERGGTGFVGLRNHGATCYLNGLLQSLYHLGRFREIVYSVDPRAERERLLAEDELAGGDGGDSLACMS
PSGGGRLSLPIALQKVFLDLQTSDVPVTCRDLIRAFGWDSMDAFTQHDAQELERLLCDKLEEKLRGTAVDGAIEQLFEGE
LENFIECVDISYSSRRLEPFYDLSLNVAGLKTLEDSLLDFTQVEMLEGENAYEAEGRGKQRARKGIRFTKFPPVLNIQLK
RFNFDFERMDMVKLHDRFEFPTRLNVDNLLPGTGDYILHTVLVHSGEVNSGHYYAFIRPKGEGSDWFRFDDDSVTRVSEY
AAVEDNFGGEDVVPCDYLTRGLRSSAEVKRQRIYSAYLLVYVKESESGKVLTNPSYETVKARLELESKRVDDRKRERQAA
AMHVNVRIVTSADLKQGEGFGMPPIADAAGTTIQMLRTAELHQIAEGVAEALKKTGDGQTDLDPNELGLAYLRRRRLEGF
KKVVVGKGTVEGKEILAVPSHTLAAHKRLHIGRSKPERVGEIIEKNQGTLVIVKYYCPETHAVVQIGADYLSLAAVSGAP
PTIRSSLGTRVIDMLENAGLKGSGKVDDNILAKFVSSWVETTPSEGEGTILCYEEAERRTGMTSVKVDDSRELSNLVSVC
NGVVPVLVLQYYDGPMPPIPAVPDPTVMEVPTINILTASDCFSSIVNKVVVTVHLDNPSEEVSIDGISSPVATIAAHGLP
HPTESLEMDLRWSLGQVTLAVREAFNIDADQSVLLTAGGLPPAACGEGFLNNGPEAACSFLGTHQRFFTSMDDSSSAIHA
AESHEKFSYLQWGQPPMHEWTMQAVAVPKRVRFFDEHVREVANGLITVVPASEYYPSPSKVEEEEEEARGIKNVADIRPS
LTVDQLWQHLVDENPAFVSDCRKAGVIHEDECDANAVPVRMVVADKSEVVEVYGAEDNIFHELQRYSTAQNKLTNVFFDY



IRLERDDDDCRAKIMTPHAPVEDGQPLTVYVQHFDRGTQGGMYFGFPTLVKIIVGQTTGAELKEKIRQKLVVPEHVMNRW
WMVAHSKRSNNASRHQLIRPEEIITKDLVGYDADDFAVSLEHPHPHPPTRLPGSRNGSRYRPLTIK              
>Pmar_XP_002773566                                                              
MPSITPAGITNFNYSACFSIAAAQGLRSLVPFERRIINAEDQDSLQHNGGLTSTLQILFEQMSDGSTGPADIRRFFDQCK
KVCPELMREPYRQHDSQVLLEAVLDALPPDTQRMFQFKLKDSVLCDNCNYVNHINTTDHMLRLKIGAHPHPGEPVVVELH
REDVSEKWGLQWDEESYKQRRHLVIRSLSSTSRVALQLSGYVGWQCVRVNDSTSRMDMRQELSQRLNVEMALLPPPSVQS
SSSDLDWLIKATYSPQLNREVISDYHCDECKADTSCTRITEIASSMPPCLIVHIWRDKFFTGVKDTTYVSFDRHLRTLET
PDGRQIYRLTGVVEHLGYRLDSGHYVAYVARDAPDGEQWYFCSDSVVEPISFEEVATKHAYLLFYVRMD           
>Pmar_XP_002773060                                                              
MAQKGALDNEGSPQRTVLEVAKLTNALNGTRYCPPIPQGEEERKLDPFNGMLAPVSLRKHFGKGHPDFSTSSQQDAAEYL
LYFLDKLDRAEQASTSSASFHDGLTLSSDEFGYVIEDRLECTKSGTVRYSRRRENLFPLVVSMDDAVGEAKRLKTDDDKE
EEEGSSPPPVVPFEACLKRTMAPANVEGFRSPALGGELVTAVKNFTFVTMPQYLVVQVSRYYVDPSWQLAKLNCSVPMPM
ELNMERYHNKSPGMQPGEKPMPDSNPGPTATTTNTVVEADEEIVVMLMSMGFDMDQSKRACLKVGNSSADAAASWLMEHM
DDPPTPTNAEGEATTIEDNADAVVMLTSMGFSDRQAKAALKATSNNVERAADWLFSRTDDLDAAVEGVGEEASENMKGPS
TEERLMAKDGIGEYDLVGFISHVGRNVSHGHYVCHMLKDMGPGEAKKWVIFNDEKVAVSADPPFDLGYIYLYKRRRQLSS
AN                                                                              
>Pmar_XP_002771738                                                              
MSTNIPVVVKWGKATYNIEVNTAESVAVLKTQLENLTSVPHDKQKIMGLPGGLLKDSDDLSKKITKPNQKITLLGTAVAQ
QLKAPTASTVFVEDLSDEERRKVLKEREVETLPIGLVNLGNSCYMNATLQALYAVPPLRQALLKYYDSSAHSEGSNQERS
LSALIHQTFKDLGTKADAVEPASLFMLLRVMYPETFGKTTQGGTWAGIPQQQDADEFLRALMLNLSDTVKTPHSNVIDDL
FGFTMKTRMRCLEAEAEPESVSEERHRVLLCHMGTPTDPVGHLYQGVQLSLKETITKQASVLGRDAEFEKSSAMDSLPEY
LIVEFARFQWKGESTQLDQDHSKGHFPQVLDVYDFCTEDVRKQLTRGRQRRRVYMDEQERKRIQAKEANRKDSDVEMDAT
EEDSSVAQIPTGNYRCVSIVSHEGRSAEGGHYMGWAKFKEADGDVFKEDQWVRFNDDKVTQHDWKYVVDQLVGGRADTQI
AYIVIYQKDKVPDGSIEEIVDEEMEMESNPDKKKAKQ                                           
>Pmar_XP_002771130                                                              
PEKLTGDNKWYCDHCKEHRDSTRTLSVFVVPPVLIVHLKRFQKVDTPHVLGSTRLGNLCCLASKIKTLVDCGLDGIRIGD
YCEQTYSVFAVINHSGSLRSGHYTATCRNRTDGEWYNFDDETVTKVETSDVITEEAYCIFLAREGFLAACPRERPMPTGR
IYSHGAMRKQSLSTPEHWPVKASKRNSWALESAEGV                                            
>Pmar_XP_002769432                                                              
MSPLPEQSRSVLGYGDSPSNTSLRASIDAANMELLLPRRIEFVRASAQVTAKSLSGLDKKDDAPQRPNKWVFPEGGLEQY
HGWRTSKSYGAGLRNQGNTCYLNSTLQCLSYVSTFAQASEAKIHERTCPRKRAGVWCGLCNLSNLVCRIHQSHGGHLSPT
EVLRHLNLYFARFRPGRQEDAHDALRQLIDTCIRSEALPAKVSPSAQNKKAPFVHPSVSQTTMLGQMFGYHTAQRIQCAN
CGHVSCTFHFDMDISLSISRCRTIDECLTRYFAPEIFKEQNAYKCAKCKRTVTAKKSTRLYDAPMNLTLSLKRYCYGRFG
GRRQKDGHYVKYEKELDLSKFIADHRASTPGVSNKYILSGVLVHSGATPQLGHYYAFVRNPAGFWYCCDDESVTPAKEHT
VLSQQAYILFYERKRSKKDSKSQRHLSVESEPTVSTTNTDQNKAKKAVPAPLQQHQSLFYNSLTTPPDTPSTTAGELDNH
AVSSGSVSSSVTTLTGDEEVHKEAAPTDRKRKHAVEDVESPQKKAHVDAKGETCILAIPAVPCCITLVVVPPAAAGLQQA
VFVRMHPPKFGDEEKSNDNSDPDEEEDLPSEPVANQEEDPVVGQATKLAEVVRVESCGTAATIKPKERASLARSVRSQYG
ANKVSSWDSDDDEEKEEGREEVERARKEAIIQAQRQLQPKIAMRDSHDREYDKGKNRHKVRQHVEAKDNDFAAAYKRAKA
RLHGPRNKQQLMRDKRLHNRCQRRKGKPTITKSSS                                             
>Pmar_XP_002769268                                                              
MEDGWADRHGRILLRCAAQALRLGVESQGNRPDYDGPVVPYLGLENLGATCYLNGLLQSLFLIPQFRRIVYCSTLAADSG
KLASQPSSPSRSASNGLQIVLALQSVFFKLESVTRAPDSPPSESSNGMNGRSSRAASRGEDSSKAVSSEVLVRAFGWDTA
DLFTQQDAQELSRLLCDKLEEMLKPSKSDKLIRELFVGRLENYIECLDVDYKSTKEEVFYDLQLNVLSLTGEPLGSLEDS
LKEYLQPEVMDGDDKYDAEKFGKQRARKGLRLLSMPPVFTVQLKRFCFSVDTMDMQKVNEYFQFGDVLDMSPYLDCPPSN
AADSEYVLHTVLVHNGNVYGGHYYAFVRPELGQPGGEEKWYRFDDENVTRVTKEAAVDDNFGGPFPAEFENPFVEADTRP
ARSTGTRRSSAGGRQQQQGRSNCKTHSAYILTYIRYWDNTYTELSLDPYKLSSDRVCAFRRSALEWVMRPCSLSEVNPYL
HRRLLASTNTPTSKSEELAAVASWALLVLIGNSSNPSSLETPEEGSPEGESAEQTVDVSVVCLNNVSLVQLLSRQYTWNP
ASVVDQIMAALAEDPQKPKLPPGATHTIVSSGTLVESLASIEGVRGRSIVPNGAPPPSSVKVYQLGRVEMSPSSKDMPAL
KFVEVIGGYFLSMCLPRSACREHPLAGQVARPVMIIMLADEQSTPKLEVADTLGKKSIAGIHFGSKSRLVMLRYFDPINR
TLQFLTTATITPSPAGLAKVARYVINKRFGRASEAAHATENLAERTDWKLFLERDGSAIEVDALSDMNKSVFNDVLGKYQ
RSISDGEVIVVQWYQEGVFTLGQYFESLKHSAPVTFFAHDPFTRLHGPGVDFVDTTASSEGPPRYTTHEAMVDIRIPLQQ
AVMDLVEANRDSSKPSQFLYTYDPFFVPLDSGESSALDDCICRDLATLAEGDHGGAFSHLEPFAHPELHLVFLRKPEHAS
PELMPMMCRAFDGPREVAATVVWYKPADLLTDVIRLALDALKGSEVKFGLKSGIRAMVTSAASQETVDDPKSKILMILDS
EDPTSQTFENVRATELPCAGRSDIFSGRVGGNYLRIEESVEKKGGEEVPRHP                            
>Pmar_XP_002768277                                                              
MDPTYHRTPLGLLRLWTEVPSTMPQNPEELLRLLLSWMEAPDPTNRIAPMAFGLMMRIKKDFSNTLTFDCYLLAEYLQKI
SKSNAHLQACLLLLRPETIAVTVQALLLASEVESVEDMMGLWVKLIAVPAMPPPKYAMAMVNMDRWSSPYPIYSLVSTFF
RCVIRQCYSDKSAINGGADWRVMTESMLRTLSAKLHDPTTAVDGLRQLLMILRPAGTSQNGGRGQGSILLHGAVAQIFDA
SLLPYYERLRTLWEAGQVDSLPPFALTLMTELIDLIRPYVGDMTPPYGSAQVTTAAMLGLPPTAARISTTPPPIPGAEER
QGSFGMQTGPLPTGAAVMAPTNYLLPVVGDLGVPLQQQQHQQLVQPPTQTKPQLVYVTGSNGETVKFRKHMVGIQNYNNT
CYLGVFLQMLFLTDAFCSSVYGFQLQEGEDLKDEDYEQGKKILDGLRLLFARMLLTPYAYVEISDFIKVLPPSFRTGEEQ
DTTESARWILDKLGGCKQRLVGDIFALELVHKTQCQTCHTISTRLEPCTDIGLSVPREAEVLGQGSLDVNGLLKTWAEPE



EMTGNNQYSCDNCGCKRDAKRWVELSSAPPTHLILVLYRFSFDIDSCEFQEGEDGCVSGHGRLSFGGANYECYGSILHKG
ETIQNGHYITVGRRSEAPRGKWHEYNDSEVTDITKEEVNRLLSGLERPNTSAYMIFYRMKGSNVPRGPMPIVDPKITAEA
RAVEAKAVHLND                                                                    
>Pmar_XP_002766745                                                              
MVTQSSRAAGATDPWEAPMKGIDNIGNTCFANSVLQCLFRIPLFVRYIKSIPQVNPAASDGKSVFLRAFKELLDDYYPTP
IPPRPQSLPPPTVASPELTLGSMVRVDGLEGRVGRVSSIHTDPKVLAMDEDCDSDSAGVQTDGGDVYHDANELPTSEVLP
SQRVEALETSSSTTADSEPIALENGPLYQHDSHEFLRFILDRLESATGDLLRRTDGLEGPIDYDSAINSRLFGAWYATLT
QCPKCPKQTYVSEPYLDLSIDLLPEVTSSLEDCLRLFTAPTRLDKDNKLLCECCHNRVRAARRILFYDTPMVLVIHLKRF
DMNMMKNKQTVSFPAKLNLRPYCVSSSPHGALAEQYKLIGVVTHLTSRVHATLQSGHYVSYVRDGSDMWWRCDDETITPA
SEGEVLATEAYLLFYTLPMEYLGKRLALQEEDSRRAVMIAEEQANSSSTNGSDVPDNEITASQMSCGGTSSISASNEASE
IESTDKSGPPVTKKKIGVNEKCPCGSGLKYKKCHGAKR                                          
>Pmar_XP_002764675                                                              
MSPLPEQSRSALGYGDSPSNTSLRASIDAANMELLLPRRIEFVRASAQVTAKSLSGLDKKDDAPQRPNKWVFPEGGLEQY
HGWRTSKSYGAGLRNQGNTCYLNSTLQCLSYVSTFAQASEAKIHERTCPRKRAGVWCGLCNLSNLVCRIHQSHGGHLSPT
EVLRHLNLYFARFRPGRQEDAHDALRQLIDTCIRSEALPAKISPSAQNKKAPFVHPSVSQTTMLGQMFGYHTAQRIQCAN
CGHVSCTFHFDMDISLSISRCRTIDECLTRYFAPEIFKEQNAYKCAKCKRNVTAKKSTRLYDAPMNLTLSLKRYCYGRFG
GRRQKDGHYVKYEKELDLSKFIADHGASTPGVSNKYTLSGVLVHSGATPQLGHYYAFVRNPAGFWYCCDDESVTPAKEHT
VLSQQAYILFYERKRSKKDSKSQRHLSVESEPTVSTTSTEQNKAKKAVPAPLQQHQSLFYNSLTTPPDTPSTTAGELDNH
AAAPTDRKRKHAVEDVESPQKKAHVDAKGETCILAIPAVPCCITLVVVPPAAAGLQQAVFVRMHPPKFGDEEKSNDNSDP
DEEEDLPSEPVANQEEDPVVGQATKLAEVVRVESCGTAATIKPKERASLARSVRSQYGANKVSSWDSDDDEEKEEGREEV
ERARKEAIIQAQRQLQPKIAMRDSHDREYDKGKNRHKVRQHVEAKDNDFAAAYKRAKARLHGPRNKQQLMRDKRPATRHK
EALPCRTPIYTTAACILTSSKVSLLFGLSGMRLRRGGSSADGEYAASIIAKECRGMVNSTPSGPVSEGDCATVDALLVIT
DVTGTVFILLTCLMSLCTVATFIVTGTSRFGYRRRLSAIFVEPNRADKAMCIVKWATGIVMALLFITFASLIALFPATLL
VKKVCPVAKQVAEHQHMPTAVLPFIVSGSTPSPTSLGAALVVEGSEGSHHPSISAYLALTACIFFLFSSVFILSRMAIVT
WCMELCGEVEFEMGYESEEEGNAFDDGGNGEREVDRAAEARGQLTPSGRRARLESIVVYDPAGMKSMGEVLIICGYMMLF
QAHYGLAPEAPDGSNITIPPSGGLFSNHCSCAALGDFIREKALAEIDASILSRKAEERIEMGRLKRLATQYTGKMEHREG
QLAALRAQREAKKDEGKESEVDEREKDCETLIEEYGQVIKLVQQECEYREEVLEQLAAYEEKMKTVEIIELALESTSAAA
AGGKGKGGGGGTVGQPIDLYADPLRVAAALIPPRSKVSVIGKPHTVTTDDEAKDSEAAAPPPGEPFSLILPLRVIDRDER
VRTALRTCT                                                                       
>Pmar_XP_002788847                                                              
MSTNIPVVVKWGKATYNIEVNTAESVAVLKTQLENLTSVPHDKQKIMGLPGGLLKDSDDLSKKITKPNQKITLLGTAVAQ
QLKAPTASTVFVEDLSDEERRKVLKEREVETLPIGLVNLGNSCYMNATLQALYAVPPLRQALLKYYDSSAHSEGSNQERS
LSALIHQTFKDLGTKADAVEPASLFMLLRVMYPETFGKTTQGGIPQQQDADEFLRALMLNLSDTVKTPHSNVIDDLFGFT
MKTRMRCLEAEAEPESVSEERHRVLLCHMGTPTDPVGHLYQGVQLSLKETITKQASVLGRDAEFEKSSAMDSLPEYLIVE
FARFQWKGESTSAGTHATRTKITRKVTFPQVLDVYDFCTEDVRKQLTRGRQRRRVYMDEQERKRIQAKEANRKDSDVEMD
ATEEDSSVAQIPTGNYRCVSIVSHEGRSAEGGHYMGWAKFKEADGDVFKEDQWVRFNDDKVTQHDWK             
>Pmar_XP_002788725                                                              
MVTDKASLEVHHTQQGRTLNGGSGGHVTVDGGSALRPPLSAVPEGATVSGDAVGLRGHTDSSATRATRGFFNLGNTCFMN
AALQCLVHTAPLQKALRNMPPPRAHGGTLPPARRLVEACRTIMEEQWGSEDLPHKVITTSDAYNPEAMLKAVQELNPMFQ
GYHQQDSQEFLHCVLDAMHEELRRRVPRYPEAYLAVHMPEELPSPTAYSSVASEAAGSEYRESFSEQSSSSSQSQSPPSV
EKLAEETSWSSPVSDAFLGKLISTVRCMHCKNSSTTIEPVYDVSLPIPSAPVDFSKISGGSFAASPSMKVCSGFWGWMNS
ARAYLGDAKVSLYDCLATFCQNEELTGSEQYHCDCCEKKCDGRKFIRFYSTPETLVIHLNRFRYDEGWFGQKNSRAVSFP
VEEELNIAQFMHMDSASAVANRSEVVGGVGNQTTAYRLTGLIRHIGSVGSGHYVAYCRHEETDEWLEYDDARVTKVDSAQ
VAGFEAYVLFYQKVASPARANVVAELRKAVQEGQLPGDFPRVYVPRQWTIRLQYMSHPGPINTFTMICPDKCVSDVEKED
AEQRYVPVPLEFGRKLKTLYGGGPLLSSLDPCEKCSYYVKAYLRRRATEQALVGKYDTKDIKDGEYWYMVDAVWVNKWKS
YIKKAHLDGPSLADTSDDPGPIDNSRLVEMLKSRKACKVRHHFVAVNGKVWQLFVFFHGSEGPTICRASLDIYGQVGCEE
LISPPPAEIDPSRGGLTAAERRSIIELSHDFVDGARADWRAYSADGEGEIVDECNTSTSANSGAGKGEAKLRPSKEVTLD
EALVEDSDGNAARQSL                                                                
>Pmar_XP_002787987                                                              
MGNTISCGAKESYSQPTSYEENDPLRNGIGAAAADTLQSDDDDTPADGGHGLVEDDLSSKGIEEVRSEGGSLLPRPDVDD
TPPEAKFMASDTEETLRLRARYEAEFVRKFDTVRLPPGDIYYIVSTKWIDSWKRFISEEKELPGPISNNLLFHDDLKTLL
PRFVRSKDYRGINQRIWSFWLARYGGGPLITRFTLDIYDHTGESPCRDLNRVLDPGTIVPTSVASTSPAAIDITTKPVGI
KNLGSTCFVTCVLQCMLSIAEFTCLASQMKRGVKHYQQKHHRNHHHHHHDDDVDKQQQQQNTAHNTVKEKKENAPSNVAV
PTSSPSSSSSSSVGDSSSESTTAALYEPQHGYYEVAAAMVDLFSKC                                  
>Pmar_XP_002787609                                                              
MSVHFLVRAPTPDTPASVVSLLPYYNLPANGSLNLRDGVWRKKNFIMKELGLDKGFEPIRTGPFAGIRNLGATCYVNSLL
QALFFTKPFRTATLNLPTADLNGRSSAFNQQAASLRALQVLFGEMQCGISATCESSVTAFVEACKIHTSTHEDPSELAML
LLSWLQRLIPKGVPDFVEETFGGLVIYETTCRSCGSISKQTEVFAEMRVPLPYAPTSGGEVLLEDLVADVFAPEVFSDES
HYYCCACGKYCEAVRRQWIKSAPPFLWITMHRYAFTDGVRRKILTELSFPLTGLDLTPFNARVYDCVGALEHHSTVAHAG
HYTATLKDHSTGIWWRFDDGHVREVDWAPVDGELQAGESPSERALKRRRTAPERATSHTAYMLLYVQQGYKVDDCPDLPP
WLAAEVNRKNEALRLPETFDHQRLCESASVAQETRRGEVRKLITKLPHAHEAVKGPGDLVFAPALALREWSKGTDVVRSL
LAEVGVMSNVDDNERNVLESLKGEMLCKHERVDPLSVYASRCRLIPEEAVGESLRPAVVSMTGKDGVCVECCRDLHALVA



DLREFNETCQRLQLEPSSAPCASCVWVWFKALPRIRLASVGSKKTTAGRQRKHFGRTPPSTPNSSPRLTSLGGSASSGKV
SNDVIWQTLVRAKLREPRPAAPWSSSPSSYWEPSPSPSNGDSEGSDTVSTAPSSLGEVDLCSGCICEHGNLSCARPTPTT
RVLRSRRLIERAIEQSNGLSTRLPTLVPKLRMDMWIPGDAQVCPVCHGKGPKTRAGPAEKLNAESLDLMGATTGLGGGGS
REVYGLPSTPEFAEDGLPFPVFDAVDLEVRSKDWGGSVSRGVRLGTLRDVRPNTSGYDMRLQIMTLGMVPKNVKVKLVLQ
VCKETDSAPEERELADDTRFGYLCRHPKIAKLWVCKSEIDTATASPTPTSPPGPPKGKRTAPSGSTAAERRKRRNQRAEG
GLSMPEEEETQRGRPA                                                                
>Pmar_XP_002786767                                                              
MSGVLASTSNAAGASVTSTTRVPSSSTRGQAGPQADQNGFPPLKENEVELVIKRFWRDTRPRVCVRSDVKNVRGFSFRLL
VWPQGSKSSHNHLSAFVEVVPPQNVNSTTASSGGNGPVDAGDASDRESSAQIRSKGGSGGVFGGALLSNVLATDHINSLL
QSLYYIPAVRKAIYSIDTKPSSGPDLDATFRNGIPDLGCEDSEAAACIEERVESLHSIEGDLEGVCGDLRMIMELVTGKS
EYARVAERELLSSQRRPATPVAGGRGSSGASDRGARAARKFEEMERHLLGRFRKSRVVIEQLMEIVDELLSCEKRRISHP
RFGELQKHQLMLRSVMRKLNKCVDYMLHQQQLLREEIVEYLKKRKGESDDNGDQGDDGGDPKESPPPQPCLIRELQLLFA
RMEMQQDESGICRICNGSNGPRVIDTSGVIRALGLDGPNCTVSPERIYSSFFDKLQKHASLISKAAWERLADLFQGWAVY
SPSGQDSEARSTASGRGHHHGHHEDRDSATSSSSSGPTTSEAYSFSHLRFNNGKSSSIEKHLSCWTQNPTNTAEHRHTSA
GGTCCGVHAPAAADGVIVGGGGEEDASGSKRSCQFINIPPILHLQFINKIKERLDISEQLDFTPYMDPVVVEAANQRYQQ
LGRTGSLLTSPGGEDGKGGSSENDDVCDRDSTGSSGGDDSPDVALSSRHIDGSRAATSEFRYRLHSVTFSTNVCGATDSE
DLAVGHYYVLVRQSRRGRWCRIDDGYREVLQDGFHCTEWVFSPEWACVGLCYVREDQEDRLYERGVDFRHIRPSLYAEVT
AGLPARNGPHKPIHLQCHQLVARDHALHPAAHSPLIYDQLALAQGRADQNGQSNQDMEAVALAAAASASPQIEVTLVTEG
QLTNVDGYYLNGMFPHKGRKFLVRKDIPVERLMKAVEEHFKIPKHMQRLFALRYYSDTHQERFELMTPSRMGAAAKKPPQ
QQPQVAAAPVQQKQLSTRRERLGQQANSNIIGHVVVCAGPCLHTRGISLEDAAADIDRVDDAGYALSASGLLSRDGATIA
EATAATAEDDPDAVEVWEEVNVREAVKRDVDRTVKEEKIIDGDILIFMSPGTIQQDSVHAETPAPPPDAALPDALPAVTA
VKRKILVPRTSSLLAATTPGGTLSATQLAATLGAATPGELRVAERYIAEAAAKLDDAMEGLCNEHQRQMAPARPQAKAPR
KQSVGEKPPVVEAAASSNADKVDAESSAVKGKVIDSGWHVTHTTGSSVLTGTIGRQLTPEQLIDSASVETIQEHVRRVVQ
GPRCFKCDMPLGTALHPARVRCSEGCHPERAFHDMCIQNLVRDRHSEDCVYTSGCSGKLICTPRHVISGLIKKDARLSMN
VLKQKFATVLPTPQVMAASSSVSNAPPLPSQIEQAWTGSLSGASRKGGRRKGSKKKNSSSSHNNEVTTASIPKDQLWWHA
CIQAWGSVDELNKWMAVYCASSEPDTKAWQQNTVSRAKSIYAQWLLVLETRISERDRKRALELANTANAGGKHQTVQQPQ
ARKQQTRKKKKAPSAPTATEVTDDNDDSSMGTSGKAEASSVTGSDLDESGEEDGDLKLIVHSGKYKHSATERAASSLQPP
PVVEPPAAAINPTEAVQRSADMMWCSVQSKKKRHQQLVAEQKAREAEQQQQQQQQQQQQKKKNEATAAASQQKVSKEEPP
KPTPQVATPVVPTPGRRSKKIPPPIETKSPSPPARRVADDSPGRRKDQSKPEKTTKVDNLIPLSRSPATPKAKSPATSPP
PVSPPPPPPPPPPPPPPPPPPQEPPVGETTPCGQADDTPARPKLAGLPLPATPAVKAHHHHGPASAPAVIRPTSATSADM
TSDTSPSRSVWEPIPNAECSSFAPFPNPDASAWLRGPASTIPEPLWGPPSIREDPWRGPLFGQQQQPGFRNVHPFMNNAF
PSAAPFPAFGSMGINGRSMADGYGMSFNEANIGVPPDSSSAASTTTMFQIRVKNLMPEIRRFALPADKLFVSGDEDTVGE
SACVMVRCPLDGDCEWQRQTLVNLTDGRVSEIYVTPVTSGSGGGGRSSVTALQWFLQLGSNKEAQRVRRWIVASHAAWQA
TIGQMTDCSVYGFNPNACPISDPDSPTMRATNYWVFGDDLNDDFTPFSEEPDALCRIRT                     
>Pmar_XP_002786649                                                              
MPRPSTTLYPLLSKYNAQLLDLLKGEFRPVETAHILRVIYEDFDDIVRSTTSAARLLPLISSLCAVLARVMMNRTMGERS
DLPALWLLETLSNIDPESKLGDFILNQRLTLKNNGTSLKPVVFNRTMSMDDLRHQWFHIAERTALRHLPRDFDLTSADAY
AYVSTSAAEGQVEYLPPGLVSLAGFQQQSVVNVYLSSWVYPDLFTPDRAIACMRILAVAMEEHICKKQRHHDIVTCRFPK
PFLDRAGEALVEDLPRTVSMYYKSISRDDADTMVKFTGRLVRYLSCHEKPVRRGEQGMNRMKAALALRELRFGSKEAFAE
NIRKLYDACFDVKDTTALRLTLVRCGLEQACRAVRALGTDQNMNLLRQACDLLHYSPPIVSPRQPSTRATAQKPPEIRTS
PRSTVVPNAPPAEEVFTPSEGGEISPVMAEDEPSAPPLKGKPGPTLDSLPEAYRSMASTTVPPTTDRLRTDTPTYYEEAE
RKSGGMVNTGTLCYANATLQVLSRLPGILDDVGSGPITSAFSGVVEELSAVEPRLTNAEPLLVALGLPLDQEMDASEFLL
KLLDGLSRENDGKGSSLEKMICGEIKCTTQVDCPDLTCNSSTLISSDTFTTLPVAMCDCGDLRSALMEMFGKPSVVEGEV
KCGCGRATRNGTAIRRSWLDSEKLPSVLVFVLQRFAEDGRKKTSGRFLFCQDLNARPLTENRIGSPFLYDLVGVVCHEGQ
SCDLGHYVSYVRSGGLEDRFMSFDDTTVRTGLRFGPIVWETAASVYMLVYRRKTYGVDDDATEEKEAYDSSKYHSATSSG
DVEGGEDDSMGVYGEAQGKTEAPVKMDTIAQEQANLVVFDAKPLKGASGLACLVKWQVGDSSDRIEEGVVRYPLDGEHSQ
TVMARSLQNSVFCEPIVDGKCAVATTGSSLAIIDFATPGSDPVAIPLPSGVAATTLLAFRDGFMCVLTSGAVHIYSADGL
SNAVMALDATQPVRMMTWVPALECAVALCGDGPQLMRLLNPVTGEIPPEYAIENQDEEMASLGPITDLKMVSMLDRQAAT
PATLPDDTMAVGSPNGSDNGGSRLSQPACLVLSGRGQHSHLRALAYGVGMLKLGSTPLPGRATAVFTIEDEVRTRYMLIS
FVDVTLVLQLTGSGVVEVPPGEAEFVTGLPTVFACQGVQVTPAECKLVPRGGDWHPPRGCRIAAACWDGGSLIMVALGDG
EVRHRGRVVALAIDAPGLVNEVGSFDTDTEIMTVSAAHGLLALCTRGSKVAVYRYEEQQGATQLGFQALTVANVSSTVET
IHMNYVGGLHSLYLGLTNGVLMKYSMDPDLGSLGRQRARFLGPKPVRQVTTLPDETTLALGAGTFACRAYARPNEDWCVP
TTGYGVDVPVFVAPYVTEACPTGGVVYLCDQDAGSSAMVLGSLLLPVEGHWSGFHDLLEPVSLGRTGRRIVVLDAHPEGE
PGEFVIAVLARDSASKGTLNEGGSVVHLIGGRTFTMLATLKFPANEECLCMCPIVSKTALVSQQPPVLAMGIHRRGTEAG
EADSYSIRLYTYFELEPAPMTHRRYELQLAKEQPTEAAIITMTAHGDGAGLLVSLANGTLALDRLELTRQSWNKMEAPIW
LHCDHDEKCPDRIYSAARARGGLQLHGIRKRDWSLHPLCRDFGGQLGAQFASACIFDRDTVIVGDKRGGLTTMRVPGHIA
ADEKSDLAGYPMRMPLEISACFEPLAHITLGCDIPTAVCAVETSLLGALPQCIVYATIRGAIGVLVPLPDHGSAMGAGPW
KQRAQAGNIESFADSPQFLSYLEGLFRSCVCPTRPSQRQPLQPPSTGVIDGDMCEQLIGLDGSSLNPTVQQVLLEAGMLP
EGDTQSVADQIAASLDNLRGVMATAAFRV                                                   
>Pmar_XP_002785410                                                              
MSRAVELVKQYASTGRIKVPQFGDTVHNDSCVLSMDTPLYPVEGLYVSLEEGWKGYGRPFLDVDINNHDISSASGAVVYL
HINTKLIPKKKEDDDEEKEPTKLAIGVQGGFDGGKDYEEEKDYRIAVVPYCNGKADTEWLYLSLDDLSDLPEIVGEAVFA



IIDHKGAEDDAAVMAWEAGEEERPVSKYAAELVQEVPVKRISPNSADWYCEKSGDRENLWLNLSDGYIGGGRRNWDGSGG
SNGALEHYLEMKDQGKMYPLVVKLGTITPKGVADVFSYAEDEDTMVSDPKLAQHLEHWGIDVMKMSKTDKSMAEMEVELN
KEFAFDRITEAGKELDRVRGPGLVGLRNLGNSCYINSFLQLIFSGSVEALKRRYVDENGVLRRSMAQKGALDNEGSPQRT
VLEVAKLTNALNGTRYCPPIPQGEEERKLDPFNGMLAPVSLRKHFGKGHPDFSTSSQQDAAE                  
>Pmar_XP_002781308                                                              
MRKEGKDKRSGLITNIWNVTSGGSRVCFERAERDRHKKHLIALDSVKSSIDNKPPKEMSHLKNKRKAKLIMEERNAEIQL
ENRILLDKMLNIDKERKRQAQRTCNKMYHGEAIEEATQRRQQEYRQWGGLAHQNKKMLNRLTAVPPAIVDTQKLAVAERD
REAMRDRLISGSMRICQLPGVIHLQMSLLRRVYCDTPASFARYGSSIRQGLSGAVADVIAPRHVEGAACSTMLEPRAHTT
PRLDKANEPKLSFLQRLLRSLWRLIQLFFRFGPCLATSPILFLGIGKCNNWWWQWLVHCIESSGPAFIKLGQWAATRRDL
FNDTIISYLSQLHTQVRPHSYRDTLLQLDESYGPEWRTWLEIDPSVIGSGCIAQVHRGTLLHNGHHDVAVKVSHPGCQDI
INIDLGILKALGHVAEHLPFLRHLGVSDMVEQFSDFLLSQTDLRLEAANIQRFNDNFKDYTGSIRFPTVYSDLTTKTVLI
ESFESGVPIGSLLPTNGQVNGDDDVMIDGMMVSKREICKMGVKAFLHMLFIDNFIHGDLHPGNILVQVPSMTDPSDTSAD
SHAAAAGTVRLVFLDCGLANELSNRDLTNFVDLMHAIMIGESTEVGRLMIDRSRSPPNTVYKPDEFIKGVGELVDSARGV
SLQSMQIGIMFSQLLGLACKHSKSDNKRRSVWSKQQEAQQQESTPEGVGQASYEADGIGEQQEQEDDEESDEDVVDNDDQ
RKGRRRPGLIAKLTTPIQKTTTTTSDVHILPTPVINTPEDGVGSVEINHSGEAGKDGIHSEQKEGSVLTSGVIAQDLGSA
DKADIVVTEKGAFDAYDHPNDSSKNTATTSSSRSSNAEHNNHGQHRTPPIQGGEVPPSPPAARKPTGLVSAWGTRLPVGK
SATTPPASEVVEHGSSTEHGATSSDTQRTAAPVGAVAKGDQVAGTVAVHFMEAMQIIAGNKSLSPDLNVKTLKEWEDTAG
ARPLPLCQEHPALKQPRYRPMGMKNPSQTRVCYLNAMIQSLQPVFEYFGGLGNQHDSAEALDTVLDKLHDECKWRREWPV
DEGCLTGPGVLEDSIIYRIFRGIKTVHHTMPNGKVTKQVESFTLISLPPPPRHHHLSGSRNSTKIDLVDLLKRTYHETSP
WAPPSTESHHSESMLLEQLPHVLCIEVSRHVTESMHTMTQVSVPFPGILNIPPTCLAGGKSHPQADKTYTLLGVVSRSGL
GATSGHYWAFSRPAPVCPTTPPSRTATATDAATGLSATLGGTTECVDEDHSDIGEGRVATSSITFIAVVSNAKNLVHN  
>Pmar_XP_002778606                                                              
MLLTPYAYVEISDFIKVLPPSFRTGEEQDTTESARWILDKLGGCKQRLVGDIFALELVHKTQCQTCHTISTRLEPCTDIG
LSVPREAEVLGQGSLDVNGLLKTWAEPEEMTGNNQYSCDNCGCKRDAKRWVELSSAPPTHLILVLYRFSFDIDSCDFKKE
KTVVYPDMDDLSFGGANYECYGSILHKGETIQNGHYITVGRRSEAPRGKWHEYNDSEVTDITKEEVNRLLSGLERPNTSA
YMIFYRMKGSNVPRGPMPIVDPKITAEARAVEAKAVHLND                                        
>Pmar_XP_002776823                                                              
MGVYTLLGVEKPTETDKNFPKFSQNSRIVTNTCASDGSVSVEAASVSPSLRFVPEGGLVGIRNLGNTCYMNAVLQCLLHT
TELYDNFVASDGCGGEICSAFRSLIQNAYGDGGGNGLALEPRAFKKLMGKRNKHWAGSKQQDAQEFLSDILDAMNTEMGG
GNVDKVPEGKASRGSLLRLLKRDKAESSPSSASTDSVQSVVSNTFRGVYLSTVHCNSCGYESQTKDLFYVLSLPLSGSEG
GSLSLDDCLKQFRKEELLNGDEQWTCDECKQRVDARKRMDLEELPTVLV                               
>Pmar_XP_002769243                                                              
MSTNIPVVVKWGKATYNIEVNTAESVAVLKTQLENLTSVPHDKQKIMGLPGGLLKDSDDLSKKITKPNQKITLLGTAVAQ
QLKAPTASTVFVEDLSDEERRKVLKEREVETLPIGLVNLGNSCYMNATLQALYAVPPLRQALLKYYDSSAHSEGSNQERS
LSALIHQTFKDLGTKADAVEPASLFMLLRVMYPETFGKTTQGGIPQQQDADEFLRALMLNLSDTVKTPHSNVIDDLFGFT
MKTRMRCLEAEAEPESVSEERHRVLLCHMGTPTDPVGHLYQGVQLSLKETITKQASVLGRDAEFEKSSAMDSLPEYLIVE
FARFQWKGESTSAGHFPQVLDVYDFCTEDVRKQLTRGRQRRRVYMDEQERKRIQAKEANRKDSDVEMDATEEDSSVAQIP
TGNYRCVSIVSHEGRSAEGGHYMGWAKFKEADGDVFKEDQWVRFNDDKVTQHDWKYVVDQLVGGRADTQIAYIVIYQKDK
VPDGSIEEIVDEEMEMESNPDKKKAKQ                                                     
>Pmar_XP_002768751                                                              
QTEVFAEMRVPLPYAPTTGGEVLLEDLVADVFAPEVFSDESHYYCCACGKYCEAVRRQWIKSAPPFLWITMHRYAFTDGV
RRKILTELSFPLTGLDLTSFNARVYDCVGALEHHSTVAHAGHYTATLKDHSTGIWWRFDDGHVREVDWAPVDGEVQAGES
PSERALKRRRTAPERASSHTAYMLLYVQQGYKVDDCPDLPSWLAAEVNRKNEALRLPETFDHQRLCESASVAQETRRGEV
RKLITKLPHAHEAVKGPGDLVFAPALALREWSKGTDVVRSLLAEVG                                  
>Pmar_XP_002768372                                                              
MKGAHRELCGSAKLTNALNGTRYCPPIPQGEEERKLDPFNGMLAPVSLRKHFGKGHPDFSTSSQQDAAEYLLYFLDKLDR
AEQASTSSASFHDDDFTLSSDEFGYVVEDRLECTKSGTVRYSRRRENLFPLVVSMDDAVGDHGSGTNEGEAKRLKTDDDK
EEEEGSPPPPVVPFEACLKRTMAPANVEGFRSPAL                                             
>Pmar_XP_002768224                                                              
MANTTNSKLNKGRALLEKMGWQPGSGLGRQEQGMKAPLHVKQKAGTHATIEPLRVNRTAAAQQQQSGHNTSQGGQSSMGT
SIAEAAAAAVKLAQQGGVEHHAASKASAVPTMDNPFGDPFQPRDVLEERPAAIDITTKPVGIKNLGSTCFVTCVLQCMLS
IAEFTCLASQMKRGVKHYQQKHHRNHHHHHHDDDVDKQQQQQNTAHNTVKEKKENAPSNHGYYEVAAAMVDLFSKCQVNV
EDLSTDSKPAVNPVRLLSALKRKYPKNPLFMDLAEEQDCHEFLSLLLDALHGCTHDSVTTPDPRAGGTNTGKDRGRLDDH
NQCPPPSSVRWREYRSRNPSLITDMFSGMFRSRFMCHSCGHVTRVYEPIMDLSLPVPVEVGPEMRTSAGCSAAFRPSASA
PDSLSLQGKGSTSNNGTVSLKSLIANYFVDEELTDFSCDKCHCKSTKATKSTKVTASPDILVIHLRRFTAQGRKINTAVS
FPMECAKLVDRATTSSTSAAAHPCLEGSCSFQPYLDGSYRLLGLCVHVGTHLGTGHYISYVRRKASGGGARWWRCDDEKI
SLIDPDKVLAKQSQVYCLFFQKCSGPSNLPVPHSGYSLSNYVSPRPMSTR                              
>Pmar_XP_002768112                                                              
MNAVLQCLHAMLPLVTYLLRGEHEVNEKNPLGSGGDISSCVAKLLSDMRLSSSAGPIVPRELKRAINRHMPAFRGTGVQH
DAAEFATALLDKLHEDLNRASPPSEPPSTPECTLEMSEEKGIERIAAEFWKAQLARNQSIVVDLFQGQTRSVFKCSSCGH
SRVVFEAFNSLILPIESAAGKPLSDIYACLREFARPTDLSGDNGWYCVKCSTLSESTCDTALWKLPSVLMIQLRRFRQLS
PIRWSKSSHHVHYPTRSQLDLSEFVPESHQRDAPRYRLLGVVRHKGVMTGGHYTAFVNHDKTLWDLKGREKPADRSAQTP



RRAPEHMGSGHHTVAASPLSRAVLNLIPGSPNGWWFFDDATVQPLLKESLVDSRDAYVLFFVRSGTPVDHKLVRSQRDNQ
PTDWPHMFERVDPSADRFDDASPPHDSSSD                                                  
>Pmar_XP_002767250                                                              
MNAVLQCLHAMLPLVTYLLRGEHEVNEKNPLGSGGDISSCVAKLLSDMRLSSSAGPIVPRELKRAINRHMPAFRGTGVQH
DAAEFATALLDKLHEDLNRASPPSEPPSTPECTLEMSEEKGIERIAAEFWKAQLARNQSIVVDLFQGQTRSVFKCSSCGH
SRVVFEAFNSLILPIESAAGKPLSDIYACLREFARPTDLSGDNGWYCVKCSTLSESTCDTALWKLPSVLMIQLRRFRQLS
PIRWSKSSHHVHYPTRSQLDLSEFVPESHQRDAPRYRLLGVVRHKGVMTGGHYTAFVNHDKTLWDLKGREKPADRSAQTP
RRAPDHMGHHTVAASPLSRAVLNLIPGSPNGWWFFDDATVQPLLKESLVDSRDAYVLFFVRSGTPVDHKLVPSQRDNQPT
DWPHMFERADPSADSSDDASPPHDGSSD                                                    
>Pmar_XP_002766416                                                              
MKELGLDKGFEPIRTGPFAGIRNLGATCYVNSLLQALFFTKPFRTATLNLPTADLNGRSSAFNQQAASLRALQVLFGEMQ
CGISATCESSVTAFVEACKIHTSTHEDPSELAMLLLSWLQRLIPKGVPDFVEETFGGLVIYETTCRSCGSISRQTEVFAE
MRVPLPYAPTTGGEVLLEDLVADVFAPEVFSDESHYYCCACGKYCEAVRRQWIKSAPPFLWITMHRYAFTDGVRRKILTE
LSFPLTGLDLTSFNARVYDCVGALEHHSTVAHAGHYTATLKDHSTGIWWRFDDGHVREVDWAPVDGEVQAGESPSERALK
RRRTAPERASSHTAYMLLYVQQGYKVDDCPDLPSWLAAEVNRKNEALRLPETFDHQRL                      
>Bnat_66523                                                                     
MGQIPQRPAPSSSASAGEVHKGLHNDTGLYHCFLNVVIQSLWHLRSFRERFLSLDYTHSCLRKPCAFCALRTIFTMYKFG
EGAVIPPETLRSALSEIYKSDLRFQLQQMADASECLDEILKLMHCDHSGIIDVAKYDEIACTPPCISHATFGAQMMDQKV
CRACGATSDPVIDNSFIFNIYASSLYSKGGRVEHEDDAESPEK*                                    
>Bnat_140312                                                                    
MECFRSAGGAEPFYLERGFEDNAKPYGIPPSKKMELALRRMAQAVQLESGQPNRVSSQQYLKTVSILSKICQNIIKDPAN
PKFQKLKLASKAVQRHIVEVPGAEEFLQAIGFMRVSADTHLALDGERSREPTREAKDKNDRHGDVDYDVRGLCERALSIL
SRSPSYLDRVQPKGTQAAVAPSDKSSSNSLHDAKRQIPTASDHHTSLPRTKVPHPGLINSGATCYLNALLQVYFHQPEFR
KLIYRAPFIKDSIIHGLQDLFYSLTIATKPISTRHLTARCFGWTEGHEQYMQHDAHELNRILIDRLFEELKKSPALEREG
KTLLRGGMEAFIRCLDVDFSALKEYTKEEVLSELWKRPNANLGPQKAAKGCRFRYFPPLLFLHLARFAYNPETNSRKKIN
NSFKFPPNINLAAFMPDTADDNSSNEGEEAKSENMKEESGSYQPHEYELVRQSFIIHPRPKK*                 
>Bnat_145269                                                                    
MLSLQPVSELQRTFVYLVNTKRKFFDPRAAVAALLKYYEAGSIQAGSQNDVAEIMQVIIDAIEVAFEAKVLEDQYVIKNI
MLLDLSNNGFILKEKSLLYLFLAIPAAAERASSKVYQAILLLMKEIRAEKSIWFQQFSDILCIQIQRVGYDPIKKMPTKN
HLQFKFPKILHVDRYCLKKKKEAQKLREKHRALLRCKSNLKEKLKWFTNYKTKKPSSPINDDSNGTSISAAHDIPDQNIC
HQSSKPLVGQDDVVFISLNSFDSGSNLYDDSEKSSSAPTEMLVDDKNGSGLDNNNNNKKKNKNKKKNKGIASVIEKIAQE
RIIKVLTKYLNDMNNRIRELRSQIENIDKQISKLYKEIEGSPCYHLTAVMVHDGKNASQGHYWAYINRTQHSFATNSSTS
IREGGGGGEGGEGRMMAGYKQPNLGFLSSNNRSSDIITANSEGHNNNNSVVESQQKYNETTTSKSKITEDDNRPVAKLNV
DLKSKRIDEPVKDGNSNNMIQNGSKSVCNNNHVDDGDYRSLTGTYSDNNHDVGKSNKKSWLKFNDANVSRESEKVVFNES
YGGHLHASAYCLIYTKNLDDKEDKRSRYAKENAEKINKRSRENNMKIEETQDSSSRLQLEAQEQTTTSMMSSSKNIDNKT
LKAPLSTVIDTSVSVFHEEVQKDNLKFLEKLEQSRSRKRKKVEKDRDGGGKNANDSKKNNTSSKALVLLDQPPGAKRQKL
K*                                                                              
>Bnat_145270                                                                    
MTENAEETKRNLKKQLIGMGFKAHLVAKAVDIEGKTELGVAIDRISHLQEEEIRTVLYNSLNKGGKEGGNGISVKATASG
EGKHSKENAAIGAICDLAESNLDSTNSNRNNKYTMDLNRAIELSLQTGGDRSRIANNTMTRREEHIPAGLRNTGNICYFN
SIVQVLFHSHKGLRDAIIAFPALYTPLSSDEGSSSTKKSSSDDKTTDKDMIDLSVESMTPPRRESKKEKDGVTERRGYDE
KVLLQRKKKTKKDKE*                                                                
>Bnat_84145                                                                     
MEPAKIADYPVGTRCDVLDKNKWRTAKVIQVDEEEDRVRIHYEGWDSQYDEWVYMRLGAKKITPLWTMVEKGDYTGEGRN
KPIGYELDIEEYKKEKDTLDTVRKALHDGTELKEGQMTWLCKGNYLPNMLQAIINEENWKYPLTFLTAWLETLVAALKSG
NVTREQEKEAMKGIEYIFPANNRSIESPQMMYFRNINDVLGGMQKQVEGRFSSVTRNIEGEGPPEDLFATIYLLNKFGEA
GGFDALRQRLALTTEDFVEGRKGKAQKGPLFETTNRMIATLRWRKYSLNENFMQKYFESLHVDDSNFLGGVLGSLDRNQI
YAIAGKEKRFFDNFVEQLCSILRGAGLHRGAADEFGETAQLDLILFFIGSDKIVAQRRGMSLINLYIKALTPLKWEIRER
VLAQFKNGSFYPAEITSINSDGTYNVHFTDGSGDTQDYLQAHCIKALKDEYSYPNEVEEEPPTLRFLNTERFIQWIEKNK
VVDVISNDPRLFLVSSPIFKFLAKNKQLSTAHLDILLAQAKTEEGSALMSQLAEQMDEKTLTMMYKRQTEGIEFSEFTSW
QLEALTKFTLSAVKATKGTHWYGLNLLWDMLAPENESKIEKSILQKATKCLNHLFENEMFASKRDEYAQMCVKSLTNGSG
EVNALTIFQILMRGADYKETSQKIDENVENFDLLNLFFKNSKNYNAAAWKGLTEKKDGEKSPELRALSGVSTHKKQVLAR
LRFIQFICVHSPNRTLESAEIDDIWDLYTSNRVCEFDTLYFMKWLTDCLKEKKDGYPVFSPKSRKHLFTKLASKYIHKKT
KEEIKVTPEWQGCFTACFLSSNREKGALEEAPLTVMKHSELEGMDQLWDFSLRESDSTVRANSQKFLGSMYIKFATMEMD
EKSKLAALDEFVENCIKCLNEAKKEKDVALMQATLELMLNVLTRIDQGEMIKRPLYKKGEKIYAHWKRDGGTLYGAEIKG
VNEDGTYWVHYDDGDVDKAAKEDYLRDKNKERRKPQKVELSGVEKHLKNTFAGEKTYFNLIFSFLDVGGVVGGLAWDTLE
HLPASDTVAVRLCGIHKAGKVDWAEILPSRPVKLLYTLQIIDPAKRGTDKKSPLNNDEWCKTFVSGGLPRLASVLKESSA
LLVADKLALRCLSMMQKIFAFFTMGIVVSREVVLKVLPLDSIVDVSLHMIPNLVKTDEATVVDTSQALSSIFWLLTTAVK
VQPSVFAQIKAFGPEWEKLVPAALIVNKNVMLQKAFTDGVDQLSKSCSEDSEQVSKLREQMRDKLLEVVHARFSELNTQN
NCAQYLLLMRNLIANTNEIEEKSATMIGGSLANLIKKHPMTETTPKSQDAVLGALLNLTAELVKKVPDLRKEMGVGGKLE
LLTPVFDMLFKVPTLENSYHLKIRPPMCKHNVTREAAFRLLSALTSGNDDNLKTLAALLVPQHLRIYNKRRDNWEYEAGW
IKDSDEREGYCGLINCGNTCYINAALQQIFMQPKLRENILAITNYQHPNPSRPQWKRDELQGLQWLLGHLQESTKRAIRP



MKFHESFEDPDWENAGRPVRGEGAAGHEQADSNGFLQILLGRLEDRVKKGPYEDSVKTVCGLKFVDQIVGSRAAPYLNYE
YSIDNWTGPISLNVNGHKTLHECLKSHVEFKQQQRKVSKEGVFGQKYEKKNVKVFKRTVFKTMPQCLMICLNRMGYDNMG
NTLKLNHRISFPKKLNMKPYSAEVLNGKLPRGTDTGEAESSKADAKITPPSKHPDEYYQYELMGVIVHSGRTLQSGHYYS
YIRERPPNDKWYCFNDSMISAFDVNKLEEETFGSADNDSWKCSTAYVLFYDKVEQPKEVVQKPVSLGLSKLKFAQAGKLV
QKLQKKKAEAAERAKAKAIVPQGMLRKIWEENEEKWRGSMAHDRHYGVALRDIIRAFKEAHPKAPEQQPKVEDVSNTPSN
LYDQITRLATRYLLMTLARSAHKVGRGWAGWVREVKALYVGNVASSVWLLSMFINPKVDWFLNILMAEYETAQVTYPVQE
VRQGAVDLLAEAMRTLAAGERRAIAKACTAPAKRRAVRSNTPNRLGGMDQEAKKGDDGKDEKTDSKADSGSASSVANKIK
EIVPRPNEGYLFTIIARLEYELRVVGCPSNYHWIRLLYKFAAMGPEMERLLVHYQLIEALVALVGPNQERNNADFRIDHL
PDEYFSLLVMLCKTDDDLDLMKKPAFYHRLLMEGYTKARAAPISTLICKICNSDKEILDDILEDIYRDILHRHHELTRPF
YRVLTALLTDKSAPDLSDRAPKIIGKLCLAFTQDLKFKEGDFLVEQILRLAKLSPACQNFLHNAGAAVERLIGFFGVGEK
KETTVEWSVGDQVVARYKTESGVYPGEITVDHGDGYYQINYHDGDVWERAPAQSIRKRLHPLLREYNGRGRSGYDWHLDQ
EGLHPKTVKALQFYLRYILRRTTVELPEITGQLDSVTVAALQEHMRVHFRNLPVTGKLDEATIECLQRTLTTNNNKQNIN
LSDESGELGPQTKQHLREWLDNEVTAFSKDLAKRYFAGKLKSHEAMREELGFHKKYRRYTLTCEYVPYYRPVKEKVSALK
KLLNKEPLDGGLHTPYDSEDEREERKFAVNQKVDVYDLRWKVGVVVRTSSADGTVSVKVDKTGRPGTKTITMSRSDPALE
VEAGKYSSLKATNFV*                                                                
>Bnat_35899                                                                     
MTSRKKLTGNTCYMNAAVQCLATLTPLMDEFLARDPVTQNKSHFFPKYFILLLLMQILASSFTYICPEYLKALIEHVRPE
FKGNEQHDCQEFTQALLDELNCDLKRIEKKPKAKSVALYTHVVSVSMSSVGRSVISEMFFGMTQNRVECQTCFKRSTVYS
TFSTIPQVDGNGYHSSMDPGDETKTLHQCFQDFTKEERLSGSNAYFCSRCNKRGDATCRMMFYHLPPVLIIHLKVTHTTG
REGGR*                                                                          
>Bnat_70851                                                                     
MCVNSILGRRVAYPVLEKDENAFDTVALKSVQFIHEAIRLFVKCIQPPHLLLSSSITDALAYCLIPGSYPDPQARHHSSG
RGSNSTETTSIHAPFYADLEEKAVQGAKYELSDEGKPLPGRELRVRRYIDPRLNPSLSTSANLKSICIFAQAGGFEAILS
ILDSRQPWASPQEVASILSIPQGCLKVLDGDFSRTYSTMLPPKSFNYLLKLSHKLLKGLQKELWHSIVIAIRPWLGHAHR
HAGGGEVARTIEIFQLDFAMRQLKSPFLDRRIIGINDIKTFVTSVNEKEAYNNETTAASSGFGLFGATHVAGSGPPPPSM
RLWITSKALVDYLQNMKVVETILEPLSTHLEIVRRSESLLMLLAGRKAIQKEHIDALWLLASSSQHESLEHLCYDIFRRL
IKVLDLPYLMHLFKRIQQKPFGRYDAQMILFVRDVTFAIFSNETGSKARKSTNSRSSSDWHGLALLWNAIHPHREETNKS
DANTVDTTSQNGIHRINSFDDIPRKDSKKHGPQSQRGQNRKGSVDRNSIYQLPFSLRKKATEAVLDLLAKDPGSSQRRRL
MDNCIESMKQGEHVTASIQLLKKILRTYPQTHRAWYTASNVHSMWGIIENLESSHNLVETCLNDLAITKGRVASLIEHQR
EQKRRQIQEMFEAATELQNDQDATTTTTVPGTEGKASSEAKATTTGGLRRINSVSSTLSERSLAASIASSFEDSVGDTKN
NCSHIETEHAREMAIRIEFLKFILSNSGLVLDTFQALNLWRVMIGSAITERDRDSCYRWLHQVCTHQLLPQSASSKASTA
SSGGGGSSLRRSFVSAFHGWGGGGNTSSLSPDQSKLFRVMSSETKSQVFLKKVLKLSPNEVTVAGYEMAESFFLHHNTSC
GSIQLVDVDQPNAIRKRSTSSWTLMRQNGQLKSLVVSEYAAIQGLRFLLKLVAFVPSKVVAKRAGALLIACHTCFTPESS
HLLQTSSRKTGGGGYGAGLDLVRIQVQFLKLCVRQMQIAATKKPVTGNNSTGGVPLPAHRYAEMLASFVDTLSEAASEIP
LVEDTTIDILVKPVPGLRIPSFRTRLPRSARVSDLRTAIAMHLQRVCRGIHPDMLHLMVGNRPLPAAGKNNKGGAASGPT
LGEIDFKKGSSGGFGKGIIGAGSSSSTNIYNGEENNSGMQKMEKSTDDDEEDDEDEGDDNTSDNVIYLSRQPQLNPPVLN
RMFSRSDLLHSCDLEDISYLQRQDRHVMMLSSWGSPGKPGVSLPATVAFKKHYGATLSGGGGGGGGGGGAGKGGLLLHDN
KEHYENANKQQASLVKTARLSYVLSRVALEGEVYQRLFDMVWRLLKLLPCSESHLLVLSLLPQSSPSTATKKKKNNKQAN
SSAFPSSSPPTVAWGDIFNPNRPFELLYALRIAESILRLPNHPMQQRQPLDSSSTGKQYTTTATTHRRPSREKLKAMAAS
DTFPPNRNSISSDTMIDLRHFKRRGWVEEFVKEGGLRHLLTLAASGVLLSSLSSTVSPSSPLSSPSTVPPLNHRRVCLYE
ILATLFRVAHSLLSEDDSYHLPLTSESRGAGVSSSSSHSSLPVVEMCRLRSMAPSLIELILSLAPSIVEGKAAGMDHQIT
PTATSSPTSSSSSPALSSSPSTEMSVAALRLAHASVRLLAGCLRVAPTLATQLIPNSNLSLLLKAIFFTGITTASPRDSS
SSSSTEWGPGWAPIAAAAAAAVEVVGERGDGRGNRNRRMRSSSCSNIAEDIARTLYSIVLESTIMIKKNATTTSCGKNYD
KIVVNDNLKEGGDSHSLTSSSSLSPSSKGGGGDTMGNTKEKLKQKKSKTETHPSSLRAAILSHLLQITSHALGDDEDGEE
NDGGGVDSITNNEKNNDGHPQQCSSRASFSSPSSPSSSSSSSSSSSSSSLGWCLDPGFRAALALAAHLAVDHLRNPGYYP
QHLVARSRSKLAKWLLALLRGLKPVQDLKSSNGNGLGENGCKANVGSLQHSNSSNIRTEDVEERKVRNRPNHRPRRHEAT
IYGCLRGIRNGTGGTSTKINKEREAAVVSVMRSLRLLARSRIISEQLRVNILKEVFDSCIFAADNNGEDNDYKHGYEENV
EDRKEVKLLEKKKKKKSCAAGAITTPFFSSSITTIPPMQTSTMRQVYMLLSEVVDGSHEAMTLLLERLSRLPCWEAPPVG
SSPRDWGQRVESGGGVGLRSGRGNVGRRRKRKEFVGLKNQGATCYMNAILQQMFLVKAFRHSMLKAGFGDNDDDDDDDDD
DYTEDTVQAPSPAAAAAEGSGAMRKKKESSIRVAHAHDLALRELRLVFAHLHDSHRKAYDARGFCERFTWPGERPVNMSE
QQDAQEFLSRVLDLVHERGKAAATPSEKKKQQSGSYTAPESVFQGILSHQTISLETIHESEREERFFVLNLTISGKSNLN
ESLDSYVKGDILDANNKVKMEGCPKKVTAVKRACIKVAPEVLVLHLKRFYTDFDTMRMVKINQHFEFPKELDMFPYSVHG
VPPIEKKEEEEEEEEEEEKKKKGEQKGSNDNSNIGGKAISSPDSQDGDRKTSDQEEAWFIAPYRYIRVGTNNWAEFNDQH
ITRFDPRRIPEMCFGGRKHVLRTDPKTLTKVKTEVDIIQNAYMLFYEKIGSNDGNHHSSTEQSLRRSFSQSSSLSRMSGS
NVTTTTVKRGQEDQETTRLKTAEVPSIASINRSSSSSRLASWARKDTIRDSNFVFPSSIRNETMMDAHEVQLPATTVLSP
WQKRLLIANMTNIDVAVAILRAISVCTVHLFLFQSRESEPRATLPQFLAFLHEAYAGSRLARLELIEMMCDTLTIGWGYR
VLTECPDKAMRVAFANLLGAVFYHHLNDIEEGDEGMINGTNDLHQRQQEKQKQKRKKRCIVAEGKEEEHKDLPSDKEHEG
KEIKEEEDKESKSAENKRGNSFDGGLSKLIECGRTMIRRIQLLKRSNCFRDEYLSVLCFLVEAGDNILVTATTSSASSSY
APEITTTGVTLRAKMIQLGVVGTLMRFYKFLMQEANPMMAAAAATGGCRDDGDDPFTIPSHRLNSSR*            
>Bnat_80602                                                                     
MTNIKAVAPAFESPFFKDFYPKSDTGYVGLTNEGSTCYLNSFLQTLVALPHFRQVIFSQENNSDGKSKAVPTTNNASNRQ
IQTQLALLFARLKLSEMGAISTMPLCKSFGWDRASMFRQHDVQELYHVLNRSLRCQNKDLGPHLDNIFFGKMYVEAFSDL



SLVVKGFGHLEESLKAFTAEERLEGENAVMCSICGGKQPYIRKTAFKELPEVLVIQLKRFGWDFSNGRGKRVKNEDRMEI
PYELLVAASSDKNDDDDDANDAKMKKYRAVSVLMHSGLAATGHYYAFVQPKEEC*                         
>Bnat_80604                                                                     
MAMAKFLLPSLWRRQQQKGRRRRKKKKKKKKKTKRGKAGLWYVRIAIMLSELKHGNNMKRKNKKKRAPGFKMIIEEGEGD
ISSITPDGFCMAEDTIASRATATASATIDTNNNITESHDRHDDDDDAHKADIIKMKDKLLVTTKDGNENKADDDGDDDRF
VKDENSNKAWENYLKVNNSVVVRSFHGQMSSTICCPGCGRLSVTYEPFLQLSLPIPELDDDGGTGGAYSLSPSPLSTFAS
FPSSSLSSSLSASTAAMRGGAIRGNRFLQLRVLAVAPGERAKELSLHLPKTGKVKTLVEEIAKRLGWKRPANAIVASIHR
FRLKKVFGMNYPLRQLAASTVTTTPSNSSSSMTTTPRMSPSRKNEREEEEKDNIGIAVYLKPPDANNVTTCVEVLSLYKV
NKPNPTDGSLVSLVSEVTRKSLRQAAWDAINPLLLLFKNKNKKNKIKMKANSCLEKMEDFQLFLASRKFVPFLEVAAAKE
LVNNNSNKPTTLDLSREYFSMMLIWNTSRGKFSPAAAVSSTCPSEEGGISPGYNKETSTPGDDRGRNHHNSKREGNSSTA
IKRGRSPPPPPSQRRHIRATKQMRILRLPNVLIVHLSRFRLLARSGRKIDVMVKYPTKGLDLSQWMIREGKDSLMVIFDD
VVSNRGRVHKYVPLL*                                                                
>Bnat_87754                                                                     
MYKQTNLGGGVRGDRLRGSAEGLFSSFANNVNACGGIGDYNLMKLTTFLQILGKDWIMGLKYSTGAGVAGLRNLGSTCYM
NTALQSLFHTPLLKESLENHESRLQESGKSSVEDKRLVKLLAQYMTIVWDERNKRRTIDTMEMKKILDTLDPRFKGRYTM
HDAFEFLVDVLSKQLHDQMKTFPSGSETLRSKTFVMISDTSEPLEQLKLRNLSNQVWKCLMARHGHSFFTDHTWGQYKRD
TICHGCRKRVVDFPFFRFLQLSLPEGGGDENNSSRSLGVSSIGSTNSTYNRREVNDKDGKQVDLKYLLRHHVVQVKRKKW
NCPNCGSIAEPVATTQTIWKIPDVLHIRLCRVKQLENKIYLKLNTSVCYPTELDISRVLLQECLARGGDGGKIRDENGKH
SDIKSNTKAIRKHEDPTKSDLLSQLQQIRGMVVQR*                                            
>Bnat_71681                                                                     
MGNSGSKAGLSYEEAKSRFNPREWAHLLRVYNQIADVRGGSAASPRLSLRAFREEVVGPYFIPSIILFRMFKAMGGEKEG
HKLIIDQKNYMAGIALLMKGSYEEKLAFVFSMYDETAAGVLSHDDVLKMLRILQTSSLRTVLQRSGSRINLANALLRRAS
GASGMTLQDFTRMNSHKQLPALSRWIVDLALPSHECKCPLKAARGKGAAFGQIIDKKSLIRALLSNGNNAQSRSDRKINY
YDDDDPIYTGDPFLWRKRRAMVSPDTSGSSIFGERELSALEREIIPKSLRDPLLAGFASLSSHRRRRRQHAAANYEKEEA
EEEDGEDIDDKRVSLEAFVQGVRLCTREGNLGRVRFFVAMAADIAKRSSQDNKKRSGMKKSRGEPSSSSSSSSTSTTTQS
GSPLQDNVQRSSKNAKDIDNSSSSSSSSSSSCSNNNKKKKKKKKLQQQQKQSEGQRVLLLQQKQQLREMASAQDLLKAYS
YMLAAKQRCTTGTASSPTEVILEKQMEDYLKPELKETILALWDGLNDDGHHHEREKKCSRQKELGGEFERFAAVDLGVKP
KDALAERRVILRILSPPAASQVTIASDSNRETKKNNDGGGDGGNGDDITKGLLSIGQTVYVVSAAWARKWARFIGINYLK
IHAPMMGRRRSMMTTTNAISRRRTAPAPTTPPPTTASSSSKDIDELTQKEEEDERKSSKGGGVGSTPGRIQNIDILEEST
DSITALRSGLVEKKHYIVVTQKIWTILSNWYGGGPMIPRLVGKFAIPQNTSVRVLGLTDAQGKGGSKSSKYAIVIDREFS
FKSSRSLIFTSIRLILMARLWSFHKPKGAPLPMPVMLESELTLEEAGLRRGQEIVVEQQGKGNRWEGVPEFKERARQARE
VALRNAKGQRQTETTTTTAAAAVNTGGTVPRAVLTQQGRMGSGGAAVKGGRRRRRFTLARTGLYNLGNTCFLNSALQCMA
ATAPLTRYFLAELYLRELNQSNPLGTSGQLALQYATLLQQLRRSMGGSPIPPATVRAVMAKQYEQFASYQQQDAQEFLSL
LMDGLHEDLNRVLEKPYTQITDSNGRKDHIVAAEHIEGYLQRNRSVIVDLFCGVTKSTLEWKDEGVEDNERGVEVAARGE
ADDRSHTDDQCAQEGGGGEGGGRGDSSSSRYTSVKFEPFTMLSLPMPNRTHITIDVTLVYDNPSRFPLRLSVKVHQGHVY
SPHTEWIRYNGGTGGSGSSRNNSNNRGPNNNHYATDGGDHEHDSLVAYEVPRFDERADVEAEGGDDGEGVGGLVGLDTHR
LFTCGLLLTLGICATKYDREGRALKDRSKRPIRCTGERNCTARRCNQLRDRYGKWYRATVIDCDRSTGFDSQYDEDVSVR
SGRIARLNTRATTMLSAKECLKLPHDVVQVVCMHRRLVKQPKRRRILPDGNVKPKIWSIPIVLFVKKNTTSRNLYMEVWK
RTWRYAPSPLPLTINKQSVVMCPFKLRLVNVKGYSCARCPWDAYCIGMPLPEAPNVHLELADNVHIAVDWASSYCREYLN
ERAMRRFDVHQSRRFALMESSRHVDIGRCFKRFTEKERIKEVYCSQLFLLCIPESDPKSRYSLPPILVLHLKRLVQGGKI
QSFVDFPINGFDPSEYLTASAKEGTVSVQQQL*                                               
>Bnat_77176                                                                     
MQGRARAAAELGDEVWIGATEKKPSHCHEKDSSCEAHPSAMADGQGRDPSSREDPTLSNNEALGSALKAMLECLPESQKR
VCSLFSSLAKMWMFDALQEYLPVAIKAILTCASKGDCLDEVEDTAARLLLIAAQLSPKMLSEVKTPLLRFLEKKKNKETG
DGKAQGQLDPIRTAIRSSLWFQGVFKKGRSTLKVLPPNAVALPHHPLLGFAACGVLQKHQEMATRASSPSLEFDGYVLPA
AYSRPKDIRRLGICGIGSLGSLSQGSIKCARRLGSFIGVFKCGATGRESGWANLSILKCMDRNSDNDTIDHDTNGIEAEA
DAACSLLSGILCHDSSSTAEAFYALPVRSRLGFSLRFSSEKKRGEVDERGETTRSSHRHSLPLCLRLDGSSHVVMIGGAA
TSDSAIGKAVWTMMMAMVREDGEYKNNDRKERQTLHVEAWVNVPRVRSSSHQRKMMILSKQLPPPNDNNNNNNNNNNNGK
GKKNKKNKGKQQQQSKNGSCNKRGNGALALGVDRLNRPFFTFGHVIVEPSLETAAAAAAAVNEEEETTFDRAGDGHGPQP
TIRAGEWQHIAGCFDGTTARLYINGKLCGESGPLAKECFLKTFVLGEHNDDADDGGGKQKSPGNNKNQKKKKKAAKKSNG
KGGGVSSSSSAPLFLGGGSMSNIDDDARNKKGEGGAVVVTNLFEGYIADVKLRLCSHSSSSSSNNNNKNNNNNNSKSIVV
AHWPLITHIPAILDHSPYQQHGTLLDVSSGAALSSPPPTSTATDAWVRCESGGGAQYDKEKEKGRRIMTKTEEKLHFLSP
PPPSPALALSLLPPTVMPVAARMLRVSRKDEKASSSSSSSSSSLSSSCFLTSLGSYLDDKDSTSAIASRRRDDGDLPGEE
GGDSTALVLAPGNRILSLHKLELVALEAATEREKKKNRENTLMMKKPTSPPLSSGVPTIITATLEVVRQRPNQGVALALS
FHVATTLAAITAIPPAATPLVLDGADSTRGSSNGEGDHKNGDGKCEDDDADADDNDDDNVANHEREEGSSKASEECSGLS
FDLFIPGEEPKLQETRTATTAASTETPKPWRLACYRYNRHLNQKERRLHSHCVSSLSAPLSSSSSIALTTTNARDRQETR
HVVTITVKVSPTTSMATAITPNRALDFEAVVRREERGAAKGGGGEHANSLSVAATNIRMNINNKHNEKRSSHNSPLGIVS
GYSRRGGRLLSSSSAAASAAASVHVSLANLSASRSACRSDEDDDDDANAAVRLLQWKAYQQKEEEKEEGKGIKSTMMISS
SSGSVPSNNDSKEDCDDIAREEEEEEEEEKATTGQQEKNVVSEVKRQLIRIKALEQQLNAFELSQATKPAANAKAAGGRG
REGERKCILDVSKQLQEAASAFSSDTVWESTASISKIGHLTFNLSPSVSPSSSSSSPSSSPPTTTTTTSSSKKNSSEDIA
LPLSPLKWEGAEKDRETSASPEPQVIMAVMGEYDGKHKGGGGDLLLHGLMQRIPYSVSAASSSSSDCIVPSSFSWKWLGL
CTAARVVNSPGKPTATGEEKTENTSVKLPHTSPYPSSSSSSSSSSSPSSPLPLSPSMKSVFDLRRHIGCIVPGSFTLRVD



GGIGGGKGGGVRTHVNGIVGECCSPNNSKKFGQGRARWHLRRIVPAQLTTTASARCPGLLNHGNSCYQNAFLQAMFGLKA
VRGRMGANYVPIPGESSLFEECQRLVGRMECSITPALDLIPFRRFLSPPFNSKQQQDAMEFGQLLLMHTDQVNVRGLFRG
TIHNTMKCQSCGHSRVRSEVFESLSLSFPRKFRPITHITIVCGPTEDLPAPPGYERLDTEFLSAALTPEEENDDTNTPGN
NNNNNDDDDDDDDNVGNANATAGANKTIDATSSHSPSPELLSQQQQDDDEVITRVFPLGNKHYGRGLRLHVERLPNGSPM
TDVKLDITPPPNPNSKRKKKKKKKKKRGGYFGGGGFGMDPNAGYSREDVVGLEGAAAMLVKKQKVLRQLAVVTLPLSLLK
DNSNVEGGGGASAYVPPGFTLINADIASVGADAKRRGYAQFLAYTAGGKHLPITDIRIISREGKGEEAGSSAAAGTIDDG
ATGEETRPRPLVEVMRRVGGDTKKSATESPSSSSSPPPAAAASSSYITHLKIPSESSISRFCLGNHSSNSSRSGASSSSS
SSSSSYRIIECVHGNGIPVSTLDVYKAPKSAPKYGGYEVIDATPSPLPSARADVGTNSGDNKHEGGYGKTTRGCGDGERE
KEKGAQRQQLARGSVPSQADRTIFVTKTLEILDVHGVEEWSHVRASYNKQQKGALAGVMLKINDEEGGNTWRFHGQWTQA
NYKNAHPITLNFKGEEAIAIPSFLLRAFGNMNSFEGVWQRGKKKGVWNGLRKIVGPEKEEVEPSLNDDGDAKSPGISGSE
WETNFGELRFEPAPLSSSSPPPPSSALSAFALRAQISENGKRLGPVDGIFFLKDASTSKWGFYGTFRRKNQDEWGSPRGG
SDFEPSFLCPKTMWHRLVFHLNVDGEGHVAAVYFPSGCARREIAFRCYCVVLDKEAGDERQGRVWRRSAKDGNHACIALT
WMLNGCTLSWVSEAGYHQRGTGILMASCPRYLLLQIMRFQVDPMTGHRVKIMHGVPLKRRIDISSVRSGEEEKGGSSSSS
SSKKNATKSTYYLSAIVVHSGPKLNSGHYTAYCAPRDDSGEWVFFDDASVDMITWDALVTKLGSSARDTAYILFYSRELY
ESKEGRCEGKDENMTLDAGLLEAMNKENEHYINHNLVRNHSGESHRQFVRLFIKAASAATSSKGSSSS*           
>Bnat_89925                                                                     
MENKMPTPEKQAAEIKDALKEHNKMEEGTTWCYLNLKWFRLWIEYSQCDGFWDFKPKENEGAPPGPIDNNPLLHTLMGPV
RSVEIRRDLQNLKDYYCLPEAVYDLLQAWHGGGPKIARKARTHNTGVVEPEVKVVKYPLTTAFLQCDAEGKPDFKNYTKR
EFAPADTFQTLKDAAKDILDEKKVSSAVDKLNLEEGKEEPSKTEAGEGENGEEAEGKDTTNTDFRIWIPIIEEEEVVEEK
EGDDEKEVKWQLLAEAQLMMELGSMNLKPGALLVLVDKKVDGKWVPAHRERSKLLHDAAACFYVFIADASTSIESRAEEG
GGDWRASLKVDSKVDAKDTVHKWLIATVKEIKVTTGHLTVKHSNTAADRVTECICIMPVVANLRALYAMMAAFHASTKMD
GEVPGTKEVFIHYDNHATRWDEWIPTSSDRLAKANTKLLISYKLNLKQSKEERSSYYSSYSSSSYYSGSEGTPKHEGIVG
FRNLGNPCFMNSTLQCMNQTPWLVDFLVKKNHLSMINRDNPMGHRGRIAEEFGLLVGKIWGNKHTVVAPTGFKQAIGEFA
PQFSGYSQQDSQELLSFLVEGLHEGLNRLKEKKYDPNPLEDDGKVSDAVLAKKAWAKHKLRNDSVILDNMGGMFRSKITC
PKCKTTQRKFDPFLLNIPVPLPSSDNKQQTVTVVYDDTSKKPLKIKVEVSKHGEISELKSAIGKVGGVEAKNLIIAEVFG
NKIYKQYKPNDGVGGILDNDVIYAFECPKISEVKEWVSLPIQHFHESSYESVFGSPRVLIVDTSASETVGAAQVRNEIKR
IVKPFVKENKPPEGSNVKDVPYTCFWKPSWGSDDPLDMFDEEKEAKFDAKERAIIKCMWGKLSEKDETYQKELVVDHSSV
GGGGGGGEARGGIKLEECLKAFTYEEKLKEGNEYYCRVCKEHLRVTKKMDIWKLPSIICLQLKRFQYTKRYRDKIDSFID
FPLKGLDLGEYCLNTEYKKDNAIYDLFAVSCHGGGLGGGHYWAYVRNRIDGKWYNCNDSSTSEMGPKSVKTSEAYLLFYV
KRDFKDPSPQEVEADV*                                                               
>Bnat_78966                                                                     
MYHVIPQNGTGAFTSWVFKQCKIIATFSQRMPGLVETEEEEGTAEARTSDTVSVGSLLDDEDGGEEDGKNKEGGEKTPAR
SGTDTSLEDFKAQCVQLLQALRNERYDTERAVIQYASFLMSCRDIELPQDKKDYFVCSFFVQSVSSLLNRKLDNEELLVL
RVNEAIQAVADLAIMYINDDRPQVLEALSISLNKNRPYYQKYGHEEPQGADWAVSLSENDREFRTSLEVGKWIDARTEQG
WWVEAQVVDMSPDMNRIKIEFKAYAYSSLNIGDLVTVYDEKRMAAPRTGKITQITPRSRMEDLLTIELPDGHSIKTPRNK
KGLRLVENDNAMFPAAGGKSKLHLADNKAAAYIDSKQEVFRVVADDVPVCPYQNSPNERPCVFILSKVNLAFNNEGNEVV
ATGRRGCWIQHNVNMGPGGMVQQGWTSIKSSQDGSIQLELINYQDNEENDDSEEGVEEEEEEEEEENKENADSSAGVSID
VCASKPATPTSPSPPCNEGDLDAAGDGSSAVTTTSKTAISTSRMGRQQKQEMKKTKKKKKKKKRVTSRLQRKALLPPPSL
HPLVIRGDRKWSLFKNYEHFIARGGLEAIIARLKKGCYKATRATARKGRSRRRNKGDEDEKNRTNGHDSEQKNEKGPQRA
NDGCGNEGAGNGATAEREAEECEQSAAAHNQHRKRSGRLGGEKGGKQQAKDKGGKESCSSSSSSSSSPSRLSSSSSSRQQ
QLLSARIMQKLVSVFCIQIQMLSPDYARRVIPRFYRALFRCHQVMNQEQVRGLSKAGVLEMEEHVLTALNIVYSEAQSES
MQLDLGLCSGLKRLNSQNIERRMNGLEHITEVMHAVVSKSHWYPIEVCQWVQSNKVISRCFGGVNSHPELMRGCKQLLIQ
FLADRGESFNTTEMFDVLWRATVRVGTGQTEGKEQLLEVWKEIKWRCLEGEDIAALIANFERLPRSEFTVWLMQLLAILV
IDQYKSDYKTMERGLLLVWNLAQDDSKVPENGQQEAMLILKESIKSKLSPSEHLEGRIIDLCVQNIKRHTSVSIALEILM
QIADQYPEDLAVVAGQRYDMMGGVMSANRALGYDDDEHTRSELIQYLDRTHTLVNLILLDLTHFRSSVISSLKKKEEEEN
TVGDGQKKKSTHTASTDEKSISTTAAASDAVTSSHQSLPKLSSSSLLGNIDESWYLSQIRQRLRFLHYLLCNSHITLRRD
VITSIWEILHNRAILPNERECCFQWFENAMRNRATEGGYYTFDMFPAKTCKFIFEKIIIRYLQPTQLGHRGYSCFERYFI
QINLSEGRLVEEPGRGRWAVRSIPLIGIELLWKIALEVPETSNQRVLSASMTLLNQVYQYLDPSLPFATLHKIRIEYIGK
CMDHLNEALESGNRALSLRCITLLNHILDTSEANGLDYSEHKGGAAMAAAPHGAKLRGKSVGIVLYSTCESHTQIGDGGG
FNNTGGGGGGGGGFRVKMRVRRAHENNTIWQLRKEIARAMHIEVTKDVEIKDGRGGELIPNLFNSRLLGQQLRLLLNKPT
VVLDVSRIRRNDDRGGGGGGGGGGRGGGGLRVRLLNPHNHHEMVPRLKQAITEIFHRYAHARGGEAMGFEDLYRYMHVCG
VDKSEQQGEITEILDHRGDGEFVHLDGFLQFYRHACFDRPQAVWEDLEAHGYGPDLRRILDAEEEEKMRKNNGKYKVSLL
PRSLISRDALWFKSLFSSLETGADISPEIPWAAWNLLMRLPTNPAIFDELKSLRSVHTPTPEWAPLIPVVTTFSLMYHLQ
VVEFLMAPKHVLAHGGPKSSELSVERVVAESKKSKKKPQQQHSSQGRKRRVNSNPFAEDLRDEKAAPSQIKENQKLASQK
MDHLKQQQQVGMRANSEIRDKTTNKDIPSFPPPQHPRTSSSEKASRGGSDAQGRGTEQKKDRAVEWRKRFFLCGGYQYLY
KVLIEVSKFTQRSNGRDGSARFRADDESFGAMYQLLLKIFLSFTLDAALQGQRGDSSNSSILSDSTISALAQNINALIER
RLPTTTLSDSFATKILNDVEWDAVISYLLMRMLDFVSSLAKSQGQGGGEEEEEDEEEERNKEMKDSRSKRRKTDRKYSSA
TSSSSSSTMHQQNMAPPLSEKQQNVERVVETGVTLWAVCVLIDPRSCLPRLYDLLKKHSKDFLAFFLNNPASQRIRAFSA
GAILAISRLALENQHVSGIIADANLQPPYVFFAEWLRDEIYGENGGKEADNDEDDEKKKEKLSSTPSRIFFSEQFLLLSA
ILSLTPPISVDGDSHGAPDGGSVAADVGRSGTTRQGDTSCLKLAQEMIPLLINSLRRHPSQEIPTNLAKIDRKLSGTLMI
LTRLLSRDDMQPMKQSCAREAFCSELFTKFLFNNNGVVHTTMDKGTGGGGGDVRGKKQQQQEEKQKAVHEEEKEQEEGQL
KEKIEGEERKEEKEGGEVEGFSTGEDDSPITVAAKCRSTESRKACFDLLVELAKNCPKNFEAVVRFLVEQHRAIKPLAGW



ENDIAQIRISEQRFVGLKNMGATCYMNSILQQLYMTPRLRYGLLKARMMPNKEEEKKTMATTTTSASAGRPPLLPTLNPI
LNPSISMPFPSCSSATSSNELMTMMTTMTTTPKKKPELNHSVSLPSPPSSSANKQQHKVPSGAFLQQLQLMFGFLTKSER
HTFDMKNFCFVYQDPEGKRINHHHQCDAQEFLSHFLGLLEKKLEKTAQRHLVKASLMGTFCDHKLSLEKDDGHVMSEKIE
EFFTISLQVQGLTSLQQSLQNFVMGEVVPELRPPCRKAMCLGHLPNTLIFHLNRFTINMRTFRHKKLYHRFEFPLSLDLF
PYTREGLGRTMVRSGANSTAAKDGEKKIKEHHNDGSPIPHEAPFERLGEEAKQLSRDRYLYHLVGVVVHKGDAEQGHYYS
LIQPRTERDGTPTTTTTTTTTTTTFPNTTNNNSSGNKSNSSSSTMNSNSRRRRRDWRKGRSKWVKFDDSRTQSFDEKMLE
KECFGEGHPGVENNTNDAFQWGGTGVSWEDQQQQQQQNVFGMLDPPAAKVPTAYMLVYERDVPLTDVELARQVRSMKKKK
SGKQQPDPASQASSARNQKSSGIDAKKSASLKKTSEDIVAGGGEKEEKEDEDDDSLLCGGVPSSVFNTPLSSYIPKGIAS
TIERDNWSLFADMQLFDPEYYLFSSRIFSLLKGGGDSKQQSAVDRKTYISFVASNFSFMLNVIARSSHKTVFAPMASQLL
SLLKHDPELCEEAVLKPLASNPRLVVDFALMCRERSVQKNFLTIVGRAMVVSAKKELRRVEAEAMRAVEKDVTNTSVKDA
PTCVKMLHVLVALFKDVRSNWVRMREFFAMLLGLVTEVPVLKYLLITSPFSQAKVLPDLISLCTHEFPKVASRAHETQTR
LLRLLPLLASLIQCCTTPADEEYMMMMMPASTSSSAAAAGAGGGGGKIIPQVRFRRAGLREDLLCSQDLIMCYKHDSKAI
SDILCHWAYENKSYQIIDQLVDAVDRSTSRSLPALFAVIQDLLCIEDTYQNMRINSFIGSDGDGIMHVIGKNAANKGYIA
TIVRHVILMGIEINELGRAMIQDSCFSTSMIQWLKYNLENAELIGYYERLAQDTVQPCEDGSVAAQVWNCRACTFENVPV
DASCSMCGQPRFIEGQEVQAWHEGLRDWLDAIVVERNIIKPNFYDIRWRSDASGSVKNEILVHYRNLREKKMNTAMTSTT
QSQHFLEEDSQLHYQQRRRREDLLHEADTESDNDTNEAEGGGDNSPSQTTLAAAASASKGGHSDDVGSDRHLPQQQHHQN
AASRLLVDDNADDDYCYDDDDDDNAAEGNMKGEGGRGGGGGGGAVSRNSPSSRSSRTTITATSTTKHEKMAEPLQSSTSA
VATTTTAKTTLSSSSPSSSSPAASFAPLRASPAMERGGGRAGTPSTRKENKELKWVEEEEVMLWHKDVGRWVEAHITMVN
IKGLVLLEFDEEVYARQTASPDTTTTTTAGGGGIIGSGRGGITTRTSLKTKKKETNQQQQRFSRLPPPSSSSSTISSSRS
GGPSSQILEGTTSIAARSLPVTRVSEEKARPIPFAPFASIALGAANNPSGISSSATAGGKKDYDDNDDDDNDDDDLSPDI
KRYTDDESSKLNPYTGSSMSPIWATDIGNNNPSEISLKRQQQQQQQQQQDSEETTSVAAAVGDNDVVSSALALIDCKEMY
REQLATLVAMGFVDEQLNEEALRTSHGNIEAALNFILNTPSELD*                                   
>Bnat_130127                                                                    
MSPYVEEEEEKWEQQEERTGTKTRSSRQRQQQQQRQQPILYDLAAILLHHGTSANVGHYVIDAKDETTGEWWHFDDEKVT
SIGRDVCKPATRKKSAGGGSAAAGGSAKQSAEAAGGGGGGGEDYGSINGKGREGVSSSSNRRRDDDDDDDDDEDYIPDIS
EQSRSGTRKRGRSRKKAAAASVPTGGGVDIPTSSSSHSNNRREVGKKSSKKRCRKRKKPTTEEEEVEEEEEKEQEKDGDG
NGDVAESPSSPPLTHRTSKNAYMMVYTRRREGGGTRRNNNNNNNNNNKKKNALGSADQEGGLATTPSLPKALLECVEAAN
REFDQKCGDYTERARILEDSIEERKNIVDRVIAENAKAFNSESKGSAAASSANSYVVLNRHWLKDYFTGIKAVLGTGARA
GKDETPESSVVAGRDYGKSSASLSLSSSASSPAIPSLTSSKNAVDSSGNSRKKKSQQEEEEKEKKQHTAVSSEDRYSSAI
NLKPGDGVQESCQALLCTHGKLCPHKKATMKRLSYDAWTIISKDLQAKAWLRDPHYIPLSELCTTCVR*           
>Bnat_130128                                                                    
MLQAYNFHYAASKKSKPNDNNPNSLDDLGHGKQGIWKQTNTLKNKVLGKDPSLLARKENTPTGLVNLGATCYVNSLLQCM
FMNTSFRKFMYDLKESDLSKKGLKHMKHIQEIFAHLQASKRVSWNPRALIMGLELKPHEQQDAQEFNKLLLNIMEATTRE
SKNPSVKQFIPRMFQGKIANTTQCRHCKNESKRLSTFYELSCQVKGNNNNILVITAFGCSDDTESFRKS*          
>Bnat_130227                                                                    
MCKNAAITAADMRPKPLIGLRNLGNTCYLNSALQCLRAVSELSVEFLTNRYKSQLNCDNPLGKGGKLAEAYGNVMRSVIF
HSGNAFSPKNFIISLHRLFSEFNPLQQHDAHELVSMLLDGLHEDLNLILKKPYVQLQDDDGKRPDDDIAMEHWRNHLRRN
QGILVDLFHGQYKSTLVCPECDYTARKGGVNSSATEGKEGQKETSESNSSANNEDSSVPRTGGGHSPGVSGPDPSRMVVA
ALRSRRFLRVYGNGKPLSKISDLHLHVYTLDSDASGGNEETEKEGGVGGEEKPSSTELFGHPFLLEVPGDESVRRLYARV
CTALRRSAPKLANLALSRSSAADDDGDDDDDGGAKGGDGNGDPIEKKTKENGEAQQSNHHYPFKLSISNSSGTKRGKVLW
ENRGGGEAEAALCEFLKIKQTLCMDFQDGEERKWVNEIETVMYEPRELPSTSDGVLSVSDCFRSFCTAETLGGANTWYCS
RCKKHVPASKKMEFFRLPTVLVVHLNRFEKVEDPAAMGGRLMAMLTMTGGHKKNGEKVRFPLHGFDMAPFTHTPADGSSH
SSKSDREEEGKGGSGPPSAPLYDLVAVCNHHGAANFGHYTAFVKAPRGAEQRLGGGKGGIGTTSGDRKDGKAEETNSSSS
STTNGQAAAAAAKDGLSRGSVSVDATLEDEEAWYHIDDDVVKEVADVDTMQHSDAYLLFYRRRAMMPESGEYEEVERSVN
*                                                                               
>Bnat_40375                                                                     
TPGKIVCHLQTLNRRFRVGRQQDAHELLRYLMEDLQNMDLKRKHTTAIHQIFGGYLASQVKCHVCGHISNTFDAFLDISL
QLTQASSVVIVKALRNFTRAEVLDGGNVYKCSRCKKNVAASKQFRIYRPPGVLCLHLKRFRFTAFGHQAKINKHVRFPAN
GLSLQPYMHITTTYLGKISPKYSLTAMIVHHGASAHVGHYTAFVSRIRDDGDGGGGGGGDDDDDRAASVHIEDI*     
>Bnat_45604                                                                     
MLDDDEDENDENYEPNQEESDSEQSAETSRKGCTHVWKVENFSGKLEGDQEKYYSEKFKSGDFDWYRVLLFPRGNLQGVP
LANSDHHISIYVEVLGLPPQGVYGTFGFTVVDKKDDEKSVRKEGNHKFTIGEYDRGFKKLISLADVRSKERGFLVDDTLE
IRTVIRVQTTEDIRMLESRPLYDSKEHTGFVGLKNQGATCYMNSLLQFMYHIPRLREAVYNMPTEETKKEGIALALQRVF
YHLQTNSKSVDTKALTKSFGWNSMEAFMQHDVQEFSRVLCDSLEEKMKGTKVDGMIAQLFKGKLENFIECINVDYKSTKY
ETFYDLPLVVKGCANLHESFKQYMEVETLEGDNQYRAEGHGKQDAKKGCRFLSFPPVMHLHLKRFEYDAMQNLMVKVNDA
FEFPTQIDIPKVESGLQQAIKVPRVGDNLYLLHSVLVHSGSVHGGHYFAYIRPCPRLWYRFDDEEVRRVPQTMAVSKNFG
GAEDFSNFNRRPLTHRRERPRASSAYMLVYI                                                 
>Bnat_87919                                                                     
MTIEDGLKKQSQVVITPSTQHPIQPTTTQNPIEAVGAVNDGKYNQIPVNQPEPGQKLWQPKHNKSPESSNTGGNSDACIS
LPLPADSSSKTAHTKINDKVGETVLAAPLNGAIESSDSTQKTVVSPPPENMTQQQSEKKLSSSHQSSQCAKPKECTDPQK
HTEAATQGNRRKRPGPPSILPVMRRSHRMRKIEKEKQEREKLEKDRLEKEKKEEEEKKKDSNSKPTKTSKSTRKGHGSKP
PIRKTKYIGLKNQGATCYINCLVQSLFHLPRVRELIDTLPETINPKNQQPPSTSHALQKVFRGLLTSPKYVSTRILTRAL



GFEDNDVNEQQDVHEYLGMVLSRLENEIEGTQASTTMQRLFKGKVQKLIQCTSIDYKTSDVEECSQLSLLVKGCKGLQES
LHQYCRKEQLTGENRYRVEGKGLQDAAKEYQFLSLPPVLTLCLRRFEYNRETNAVSKIHQRFEFPTCIDFGEFLSNSDGT
ATTKGDEEENIGKKDKTTKNNVGKKDQTTKKDALTSPEQKPSAMELEKRGVEIGKRKGNKIPPSTAHLLPSEKGVGIDST
SAERQKEHRKEGEEGGERRKDDNRRKPEQNAESCEEVVKAAADDKPCLYLLHSIFVHLGSAQKGHYKVYIRPNPTLKLRN
KRNSSACEKKDVKKRQKAGNGETSSLDVKDKKRKARQGGDEKKKNSHHQEGNRWIDGGKWYCFDDETVREVGMKEAVEGA
FGPTPKVSKIEPQLSGNNGALVAASTNEINHQPLAQEDGQGRRLRRRQYLSASTATTAVADIKVKMEVSQRQNNIQKSST
TPMTEVAAGTTTIPTSSSSSLPLTAPAEMKKQSGDNIGTSTMIGASSLPTTNNEKLTTLPKSTAAAVAGGGGEQLTHALA
PRPLVAPAISAAAGMHEEGREQADSKTAGTGRNNRRNGDGGGREERDQTGGGGGAPLCGVCRYPMRKDGHGPNGQKWKCV
ICRANAKRKREGEEALTHEESCLLAYPKRRKNGQQWVAGGTVGGVHNGAKGETKGSNEMKGKDKMSKTKGKKKSLEANSA
ATNSNANRKKKSPEVMLPEAKDLFVNENIGTCSKDSSRRKASLKIRFEREWSNLDKKTKNEYRNRLVRQLLDCRQLNKEQ
QTYLGAGIQDTTKFIVSSSDDTGSGSAQMGMLLNGNESLLKWGKSSFQVSSSPGRQVTTKRKRKEGDSNQWNPLMWKKKK
ATLKMLVQGDFEEYTKLRRILVEDYGYKVRGHYGLKVKWLKKKVAYFKRLAASIKKNEEEEEEEDAEQDKEEDKGKDEDR
KGGGRGGNGKDDNNNNNNNRGNDNGDDTDHLHNHSISTKKKKEKKKKKKKKKNSSSSSSSSKDDAEDKDHYHPTDTTTSS
HCASSSGTVAATAAASSSLTTLPPPPNSKNNSSSFGASGKQKRMRRRRRRRRMETKSGEGLQTLNHHRDEAAGTVTQKEA
MASKRRKRINTDDDEDDDDDDDGTEEVDDEDEDSVDKTAGKQFASYVNNEIQFGSEDDRLKKAMQLSLEDERRKSRCENT
RLGNGSSRGDDTSKGDASLIISKEKVSSVSSTVSPSDAGATGSVGKRRASKYSLNRSLKEANNIQILRDVRLNSKTVAEA
MSADGNAHSSSNDHRRRLNQSAAETHKKAAAVLRRNKRSKTGSKQHSYDLKDGLIQCRQCQQTFLKLQSYSAHGCFRKAK
DDKAATRKKHKNRNSNHKRSSS*                                                         
>Bnat_38571                                                                     
MEDEREGEKGDDDDTPDLLGAKLYVNPRGGKTGLVNIGNTCFLNASLQALMHCPPVVGMLLTNMSDLKRFRKARMSQRME
RKFHLVQEFMLLLRKLWSGRYLACSPKELYRDAVTLNPAFRGYGHHDAHEFIYCVLDCIHEALMIKCEYDFDEAQKKEPS
SDQDGEAKEKKPKNARPTEFSIVSDLFKGKMRSDVTCPNCASVSIKGDTFLDLSLEIPQDPKLKKTLLHSFCTSSDLDDH
NLYRCEKCNQRVDANTVLSITTLPEVMWITIKRFSYHHYGSKVGRHVIFPLKDLDMKPYLHESLQGSSLETKYDLFGVVR
HSGGLSGGHYVAYARSHVTGHWYSFDDRHATQVTSEHVQNQQAYILMYVR                              
>Bnat_26107                                                                     
MLTKLQNVFAFLHLSHRKVHAPRELLRSLPQIYSNGSQQDATEFAKYLLDRVDASSSSSRTGFQGVLRSEVECQECQTVS
MRQEKFTEISVSFPPPEASSEGERPGGEMTLERMLEGHFSPEDLSGPNAFRCSKCGKKTRAVKRLSIRSAPEHLIVNIKR
H                                                                               
>Bnat_145404                                                                    
MGQAGSGLSGPGVRGLKNLDSTCYMNVGLQCLFQTPGLTATLSAQVKKNNPSNMSNNSSGQRLDNAKVNDDGDNEDGSKM
GVGGDIKTKKETKLITSPTSSSSRQLRHWDNTVERIPKKHRKRNEASVVRKYVNPRR*                      
>Bnat_76037                                                                     
MDVDDVKDAPPSNAKPNSVFVSDVTVPDGQVFAPGDQVEKLWEMRNAGKDRWPANLVAIISKKESNWPGAPEIVPQDLKG
VAPNETALVGSVDSFLTSNSHSNYFVGYLDQFISVRSPAKQGEYKAVYKLAQSNGKPFGENMWVQIKVKPPADQARNTRN
RQSQITRLTELGFDEEKAKKALVSNRWDMAKAVDYLLGQQPTTKKKNGEATAKAAAAAAAAPGEQKRKQPNPQASSKGSQ
PRIDTTTTDEEDDSIAEAEMKSLRAMKFATVGLRNLGNTCYMNSVLQCLAHMPPLQKLYRTSLPPKTATITRAFRDTLLG
IWTSTDNKAFSPNVLHETVVGYYSSFRGKKQQDSLEFMKALFDGLSGEAMSESSRRNLALKRQQSFTPSPVFVSLTLTSN
AARNDNRTERKKDFRESVGDAADASSTAASSQQEPSMFNSPICVVEMWEAVRTVKGLRLEFRSGKKKIYGSIAGESSHSE
AIHLGEYIQEVYGTQSVENIASQLTFVLNNGRHITTQNPVTAEEADAKIFRFCAPNNSQIVGLKVSAEQLVIGVEEAPLM
SATEQAEGILHAVLGSTASDPSGLSQQDDVTEILKRSVIQGYLTFEKGTNLAAIFGDKKAHPVATTEKGGNAAAPVKSVQ
DNADGKAEKPSSSDNVSAAPPRFLEITYRVGGVTKSRRLPEFIRDSTKLLVGPLRDDEDRRLAGSRDKGDEGAADQKGGV
ELPAGRNTPKKNAGGGVKCKHCGNEKHKSEQYYELSLPIQRGEMAFMKSLLSSMQSSMKAKGGEDESRGLLKETGKEKKM
EKEEEKKDEKEKEEKNDEKQNNDEKEKEEKRDVEIVGSGDQSKPSAKALQNMVIRVKSTAGHFVDSLTFLLDPNSIENTA
TSPPPASSSSASSPSWKESMPYGDISKGSKRKDLVLRREEGEHVVEISGVHHPGDFLAAKIRFVTNSGRIWEPHVSFPNG
ATGETFVFKAAGGHEIIGLNVSNPQQKIHGILQRKIGSTVLPSIGSAPTVPATSVRQGTGPENDGQDLPSTPGQYTPAVW
RVVWPDGVNVREYPRLNARIVGYLDVGQCVQDEDLFLKPNGQTWVRHSKGWTAVEVPKKNHIYLARLRQTGGKQPKTQQQ
NQDINAAQQPSQELDEKKREQEQPPQPSSVEEQVAFQVGDVVVYENVLAPEKGFNKSEKTIKSINQEARTFMVEGVQKPI
KFEKAKLLRRKKKKSLPQGVLALHEFSENNPRNAGSVKDKKAPTKVAPRILDKCPKNHTLVKIVAKEGGKIWCDVCKVIA
SVQNQNRKGIVTTDGGGVKIAKGGIHYGCRKCDYDTCPSCREYKPKWTCKICTLLNFDSYQQCQACMNKRPASGLPSKKA
DGGDSEANTNDVELADPSGVATGSVMEWRELGKTITLSDSKKSEMSLLDAHGRRLGMDPEKHTLASLDILAFGSVCLPRA
LTMIFFPDEEDMNPPPNHIFVLRKAPDLKSKDKRGVKKSSGTLFFLATQAAAEHILRCDAKTGTCKFVEKQRGDLWERWR
VEIMEGRLYFICAASDNTIKASSDTTFYIHDTSYGESLGANLALCHTKYMPWAGRMCGEYARGMGGLCADSITFNDADEK
KAINVEDDDIDLEVEMKKRPLSNPPKHVPVSLNSVFESESKIGWGWETILDCLSAFTKTDFFSEARAKGPDVDGPLIVAL
CNICQDSKGNAIQYLGRDAAKRDNLRFVPKVGVTSRPHADICFRQPAGERGRRRTTPFWG*                   
>Bnat_137752                                                                    
MFKKHGNYSVDTRPLVEAFGWGYGQTFEMHDVQEFNRVLCDALEQSTKMVKKKNDDIFTETTGSSSITEIFMGEIINTIR
KKDGNLSRSINEKFYDLSVQVKGYSNLLESIDALLADEVIEGYAFDGDSASKQLVTTVVKSGKYDFETGGMKKLYSSIEF
PNILNLNDYATAEAKLDARPIYALQSVLVHDGNMDFGHYQAFIRPNISVETYYDELEKRKKYKDEGLWYLFDDETVRRAS
ATEAMANNYGGRRSAYMLVYQRLDEIHRQRPVTEESKEKMFVQEKEEEEGSKIVSVCRIHPSSQVESGVDITGPPFFWVL
EKGKTARQISNEIAKFVGFAEPQFVSLRLSKDGAHGHPPFSLTTIADEDFPSRLNWTRAHLGVFLPEDSIAEELISAAQG
NRRLSSSSRRYSSKHRSENDEEDEHGGYDDEDDEDGDDREQSHCNYFDTEEVMGTHVATNSDRQRTGLRINAQ*      
>Bnat_91165                                                                     



MADNTVDEKAAFEAIKVPSQSNKVYNRECVFSFQNPYSPGGLYVNLKTFQGVGPDFLPLDQKRNRFPIYLHQQWKRKAKK
DAEEDKPTNAPTKFAIGVEGGFQLDDQKIDIIKINTVVVVGPDGKKQKSYPFDGSDKVLPKNVVQSVNSVLARTDSTESK
DIFAGSLEEEVKESKFAKDLVQLDNGKKIPNDHEKWACEDSGLKKNLWLNLSTGYIGSGRKETGGTEAAIKHYEDTGRKY
PLVVKLGTITPEKVEIYSYAENAMVSDALIDKHLAHWGLDRKKLFQTDKDMTQLSIEAQSKAFEASLITGEGEKQEVATG
VGYQGLVNFGNTCYLNSTFQLLFSVPEFKKRYVEFASRVFERSPSDPAADITTQLSKLATALNSDKYQGETDEHKKLKED
TKLPELSDPAAEVKPKMLKKAVARDHWEFSGGRQQDAQEYILHVFQAISRDAKQFPSTPGNSDLTKLFEFASEEKTVDAQ
SKQVGYKIQPGQTFLQVPIPKPQQSTSKKEEDPEAAQKESGEPKEKKSKTASSSSSATVAAVADGDAAGAKMETVEYEAC
FKRMLEAYTLQGYTSPVTQQKGVAYRSSRMRTFPQYLFIQMLRFEQVDMTKEGKGYQIQKIRRMANMPVELDIKMLASTG
LQKGETALPKAKKAKPQAKPEIVVAVTSMGFSQNAGIRAALATQNAGAEQAVNWVLMHSQDADINDPIQDGDDDDEEEEV
DAGKVSQVAAMGFNQKHAIKALKATDGDVARAIDWLFSRAGQLDDDSSSEQKKKKIEPGQNTDSPKYKIMGFISHIGDRA
TSGHYVCHILKDHGKWVLYNDNKVTYCEKPPLGLGYIYLYRRV*                                    
>Bnat_29777                                                                     
GCVGLFNLGNTCFMNAALQCLSNTVPLTQYFLQELYAREINRENKLGMGGRVASYYGRHIKEMWRASFPVFPRGVKLVMA
RKNPQFEGYQQQDSQELLMSLLDGLHEDLCRVKEKPYVQIPDSNGRSDQEVAREHIECYLKRDRSVIVDLFSGVIKSQIR
WPDAPAADNRKFEAFNMLSLPVPEESDIRVDIKMCFKLFTETEKLNDEIYCSAVKKHLKAEKKIELFSAPPILVVHLKRL
LPRYKIQTYSAEGKTKGGGGQEAKGGEKPQQQARGQKSSEKLYDLYAVINHYGSAYGGHYVAYAKSKKGGVSGWFCFDDS
RVTKIKESEVVTRHAYMLFYKR                                                          
>Bnat_38416                                                                     
MAAKIAPRGLANLGNTCFFNSVMQNMVTMDDFSRGIQEETGIGAPLHENLRAFFREMRKPSSSKNSMSPSGVFNAVCKYH
TRFRGGRQHDSHELLRAMLDSLREEKTRPPPVSKKGQRAIEKSGIVDRLFGGSFLNCVQCLKCKSVSLTTEAFMDISLAI
SPPPGSSNNLKTNNNNNNNSMRNDGEIVRTQARRRAMVKDCPETLTIHLKRFAATARGFSKVGKHVSIPLQLDMAPYTIP
KLGKIEDKPEPILYSLSGIVVHSGGMGGGHYVAYTRRDSSSWFYFSDRHYKDVKESSVLNAQAYVCFYKRVR*       
>Bnat_132559                                                                    
MSTTRILQRINNYGFLKTSPRTRPRYLHQEKASTGIFTAIDHKAFETLWALVSQHGDKDRDDQTQTLPGAQYMTPEFREA
IFRVPGHELGLKDHGSSQNEAQQTRTKERRIPIELQQLFAKLQTENRETSVKTSDLTDSFGWNENQVRQQHDLSELNMVL
LEAIEKSLKNTSGGDLISRTYEIGVSQEVQCKECGNISKRDTVERTLTVDVQGFPSLEDSLKSYLAPEQLTGGNQYRCYC
CQKKVDAIKRFRMKKLPPVLTICMNRFSFDWNRNTRIKIGDRFSFPKVLSLEVVEEEEGEEELTGDDQAREAAGSKTKKA
SKKTVYDLLSVVLHSGSANSGHYHAYIRDMHHEVAHSLSSPPSSSKRGRKSSVSPRPKREQKHQQHQLHSKMSEDDKASR
LQALALMIQAVFRTSRIQALGMEFKRQAGESWSRSYGKRHGKMLDFCRANPDFFRIMNHETVQLASDKDTLTAMVCSLST
TKEEKEREEKTHDGCEVKTKEAEEKASPCSSTSAPPSEDQSCSNPADDGDALKQSVKSGESYGGWFDFNDSKVTPIDVSE
LEKQYGGDSSSGGGGGRKKRGKQPRRDECAYILVYRKRSTLGIVRRAEGVNDKEREEKGSAANGSVSKPDDVNKTKKRVA
LQPLAPALPQLPDWYLQKERQQKEREEDLWLAITFLSPTNTDSKEGDDAEAAPRRWGRVKAKKQEKWSTFEPFLLGLGSI
SLPGVSGKRTASESKHGGSNGGGHIDDIAVYREKRKKNKGRSKFERVCVASEVADGKTLIEMGLEEEDELFVCIRRRSTI
ATSTKEEEEAWVASELKRRTRDCYELLLHDHLRQHALPDDIPEKYYMEGLNTIGQLRLAMQQGGCFPPLPVGNQRMNQYC
QDYGGSRVILGNSNKNDDKSNDGEGDRIEAGEEQFLPDNTPLEFINLKTSKYTLNRVARPQPPRGYLALRVASNVPSSSS
SPESSSSKYQHICVPECISPHKLKEQIRGMYGLLKGERNNNNNNKTHEAEGSDDGRLPAQYALRISPTDHDPTAFIANPG
EEVKGKSDELSSYQMDQGQRVWLERVKRDDMRITLHLYVPKNSPFRQALVAAEAGEGGGDCSVDEAMEVEDPGDNKHDRS
FGEQVVGSAVDMVTGLFESLNITSPKKKQQQEDGKVDNKNSTQDTGDNTGDDDLGEARRPLPGEWRQLGSVIVSRASEVD
DIRVTALSLLEKKLKSIKVDTPPAINMRLTFLDDDFLPGRVWKNGSSSIGESGERKVGVIIVPIPDPEHKNWKSRLYGKP
YPMIVERVDNKNDTLSDFKERVAAKEAFGNILLENMVLAFYQSRNFTWKLLKGQKNLEWQAATGRRRRKKKKKKSRKRSK
GSNKGPVAEILGQCPDHVVIAVADKGDFDGKKPVFQTELDECRQAELKIQTGGKGSGEAGLTISVDFDSSSSEDDED*  
>Bnat_75433                                                                     
MLPAVLFLGTKKQRLQAEAVLEQCSMKNGHCCLIPAAWWHQFNLHVEMKEVDYMKQENDDPPGIINTESLLIPLPENCKS
PSVDNDDAKKLELHNVGGAQAGRTLKANLRQGVEFEVIPDALWKLLSSWSDTSRDRTRPGLEYDVAAILKDDRFYRPRQL
LQILPKRAERNVSCGPSPKLRRLEVGVKASVTRPTTPPPRHVSTKTAKLSNGNGRNQPSASGGATMDHTPAVKKARSRIE
FGIKSRQNGGGCRSPPLKVVIDCVGVDLNTSGFLCGGGLWGVELQEFMSAITSRSTSPRSCGKIRSQSPSNGTRTETHTP
PHNYGAAFSSSKKSMVLTSNGGSSPPSQQRQLPVFGPSLPPSSPSSSSPLNFSSPGLPCRPKPRVYGPQLPAGGGGGGAK
KRAYGCAPPPPGYAAGGSTCSPSSSSPSSFSTPHSHRPESASAHLDAEDPEAVRGWEAQSGVCGLGNLGNTCFMNTAIQC
LARTKPLRDLFLSPSLPSLLRPANPLGSKGRVAAAFATLLRMMGRKAAKAARRSNQSAHNSNNNSGAAAAGYGSNNRLAQ
REWVWQWRVICQFAPHFAGFQQHDCQEFLAFLLDGLHEDINHASAKKNAKSNGGGGSGKERDPTSAEAWEQHLKRNQSPV
VELFHGQFRSGITCMRCGSTSTRFDPFMHLSLPVPDKRPPPPSFSSASSPSSYKVPRKMPSLHHYGSSSSSSSPHGRILC
LWWYPLDPSKKAELISIRIPSLSSSRITIRTVLPLLAKRVDLVASGPSSLKTIKLFSAVRGDLRRIDGNHNFNEEVPSNL
VAYEIPPPPYSDYSGGGGQQRYNRHYHHRNGTIGSYSSSSGPKSRLRDFRRCVRAYVRRVGRHLSDAAVDKICDGDYDAY
RIAIPDNDDKGTASLKGVHVPRYDLRDSDYILEGGGGGSSRSSSSSSSSRGRSNQLTAIVIDLCLKYASEYRPERERFEQ
RLKSMKRKLAIARVAAKDEKEAIAAAKNGANGDLKSHGNGSSTRRRHGFGGDSMRAGGGVSIYDCLDLFVKPERLSDGWK
CPKCKTQRKATKRFGISKLPSAGGGAAEPGVGGQWYNFDDSLVAKSILTTLPPDAEGRSGSIEGKLPSLLQEARGVMRNR
HHSLMHKATRRRLIVLANMKADAGESKTYACSVQAQLNSRYQK*                                    
>Bnat_79541                                                                     
MATDTSKKTLLVRKDWVMDKSSKVDLEKLFLTFNVLPTVDDEKSLIKSIFQNDRMKAGSTWYVLSQRPISIENADLSGGR
FPGEIKKGLVEGVDYTLVPKEAWNHLVEWYGGGPEYPRKVVEVGEKKLRRVEVFPLGLYVVMADCKTGETDTEAGISRLF
SSETPVAALHSLARTHFKISPNTQTRLWVCDSGGGEQAFDREKGTAETGHPSPDAGGDQCAEAAGGGRQGDNNDNANNDN
SNDPSRNERDGNNGDDAASADGDGDGDAEDEAGEKTSIGDCDIEDADIMIIEIYDPKGAKKDQSPWPLERVSATHKDWKK



LRVGDVLDAQDREGKWYKSEIVARNEAEKKVRVHFSAGKKSPEASSRAVSRGVVGLRNLGNTCFMNSTLQCLSNTPIFNT
FFSGGRYKQDVNKVNPLGTRGKLAHAFGGLLRDMWTGTNSSVVPRDFKRAVGHFAPRFSGYQQQDSQELLAYLLDGLHED
LNRVKKKKYTNTVDAKGRPDKVVADESWQVYQLRNRSVIVDLFMGQLKSTVFPSSYAISSAQCTHPVCPNPECGNVSVTF
DPFMYLSVPFPRKTTRRIIVHVVHLPPKASKSYCLTVEALGKCSILIKQISEMSGVGLEDILVGTNNNNCYYN*      
>Bnat_85261                                                                     
MSTRKVTVKWGKKVFEIEVGESLGEVQAQLYSLTQVPVERQKILARGRQLKKDKDLTKIKPGAKLMMMGTAEVLAVPTKE
YVFEEDLTAKQKAELTKEDVAGLNNLGNTCYMNSTVQCLRRIGELKGAINKFRDDSSASNDAHSTMVKLMGDMFNKLDVA
AEPFTPVAFVNIFRTLFPQFAQRGDSGHYMQQDADDCLMTFLQVVGSKLTSPKYSLSDNSQGKNLTQQLFGFRVRETLKL
MEGEEEEKVKELSMQKLRCHIDEKINFLVQGVEKSLDEVVEVKSSSLGRNANYKQTTRLLSLPNYLVVQFVRFFWKKSQG
KKCKMLRKVKFPLKLDVESFCESNLRKSIGARRMADKAKRDEELGLDSLKVEKKAKTESTTSKDDQAMEIDSSIQPADTT
GFYQLFGVVTHKGRDADAGHYIGWVHQKDDDWSKYDDEKVSPCKEEDIVNLCGGGDWHTAYMCYYKRIDTMPVERPKKKG
KK*                                                                             
>Bnat_85036                                                                     
MSSWAALVKSNVAKMGDDMVASTRPAKIREEATKAMQESTLKSKKKSSVWSTKIGSSEKPNFSKIMLDTKTTGVEMRKNL
VTFPQLGDLFVSEAWMLKSPQTTKVPLRGLENSHNHCFRNAVIQSLSSIGPFFRLFHSISHLDFPQDHASFLKMYAGFHR
QMWQHKHASSTAFETKTPSLASVPSETTREAVHGRSCCESNSNDGDSKRITEKGVGSKVSKSCRRRMRKKKKMMIHNVAE
EGGRKKKQQQPRNKQLGNDKENFVGFHLRKDACSPTTLSPILEAFQRKQLGQQEDAQEFFHFLVQELHNEMLQLLESCNI
ADKKRRSHFTSAVSDEDEGWSEVGKNGKSALVRNEIRMSESPISRIFGGSMRLELRRRGLKNTVSMQPFYELHLDIEDDG
IQNVEQAFKMFSSPDEIQGLRSSNGNKVHASQYVSIAPPLALVLHLKRFNFKQMQGCGGKLDKFIAYSEKLKLPSKALYG
TNVAREFELKSLIVHIGSQLNGGHYTAYVKHGNNCFLLDDSRVMQVSKEEMMRQQAYLLFYEATVCA*            
>Bnat_126059                                                                    
MKITRRVLGICLDEGSMVDAKDEYGYWFPAKIVRRFNKNNKDFVEINWQDPKYSDSKHNEVVNVRERHRFSHYHYMTDPH
DKRGVQYAKREKVWARLRVVKKRDLDGDLPPWHLATINLIHSNKRQVRVKYNIREKTEYWFHSDSTELLSCSITKKKPAH
DFGERPDKLFDEITEEKVYSPREIVRLWLPHRRYGWELAKEEDHMFKSLAELKLTELLLERRKRSNGKWVRVVEKHDWRD
LERGDLVDAKDTMKKWYEAEVIECRSEDNTVFVHYVGFSKKWDEWLNINSSRLAKHGTMTVQKYDSNTPPMVFPPRALKK
MIGKANPDFKGSRQQDASELLVLLFDRLSSDLKRPPAANDAAAAVANNKIEDVGKKEGKEGKEKKDCPVKQEKEKSSYWE
SYRKKNDSIITDLMTYVEQQTTMCLTCNKTHIINTASQVLQLSIPPSSFWSSTVSLKDCFELYKKKEVLEGLTCERCNRK
QKKVKYTRIAHLPDILVITLNRFRMGYYSGQKVSTYVEFPLHELKLDGVIENDELKGINYDLVAVSNHIGRTNKAGHYTA
YAKSPINKKWYKFDDTRVNEVRRDYVVTDKAYILFYKRRR*                                       
>Bnat_126365                                                                    
MEIMRCYFTIFPLPEQKGTRPTTMAQRSLLALPTNAKGVALAGAGVLAAYLSFKYIFKDTEEIVSIGCNEADEAAEDDYL
GIPKHKNKLKGSFEPPEHAKVVGLQNNGNTCFLNSILQALSSLRAFRVYIHEMRALAPNLELLKELEAIVNGETRDPIRL
HKIIAAKERMYTGGYQQDAQELFVSLMAAIQEDAGRIEARLSRLPRKNLSKIVQRYMEKIKKKSSEQQQSNEEKQEENVG
VLAPGGGRGGESADKKKEGGKRNITSVGCVPCSSSSSSSSSKSADGQATSQPCLDARCPLLPFIGATASTKECRECGYEW
YKPPVRQEEFQALPLSLASIAEMAMMVGEDGGRAAKEGQKVPSVEELLKSSVKSMELPDVICERFVHMISDNSHGLYHQT
KTP*                                                                            
>Bnat_85524                                                                     
MGHFSHQSQSTSSNGAGAKLLSKSSTVVKADKKLANGYFSGMFMEKSKTGYMTPDFRETIFKWRFDPSQKEHLSIAKQLQ
NLFARLSLSDAGMITTGGLTRSFGWTGREAFVQQDVQEMFNVMFSAMESRCKGSVLEKHILEDWYGEHEDYVYFPETEKE
RFQVVPFKGVFLDLKDCKTIQDCFTKYLKPTIFEGDNGIRDENGDKKTAHKGLRFKKLPKILACTLKRFDIDYRFMRRVK
LHDKVYFPPTLDLSKYVGNPKAAAAAPTADKGEEASFSYDLYALLIHRGSATGGHYFAYIKNSKDGKWYCFDDSHVSAIS
DADVKKMMEHPDVAEAREKAEEAKRKAHEEETRKAMAAATTTNNTADTEEGGESAIPPPPGTGISLPPPPGAKLPAPPLS
TAKTTKTTKKEELAKGKDAEKKSGERKKYKRPFAHPSANAYMVMYQRRDKGGDQIDNDKGSSDLKAFLEEHKLGEFEAAF
SKAGVTMDILKKTKKDGGDDAAADDEFWKSLSAKCGLKPGHLSKYIMIDLMATENEGGEEIEEALRKEIEQAENAKWHEK
FKEWKRQQEMIEANVFFGGDYVRISMHKSKTVEAAVKNAISQHLELNKDEDMKRMLQDVKLSNIRLREYDGLKKRGTRPI
QPMSFTLEKAEVKKHQALFLEVKKDGEEFEEYIPDQMQLALMTYDKKTDKITGPSFVEVDEKGARGSQLRNNVAKLWKMK
SSRIVLMCQDPITGPKIIEDTVGLEFLKIRDGSQVFAEVCDEGTTHTDCAKPALLEKFERDKYILVVAFNDPRDNDKKPP
KKKLEQGAAAAVPPPPLAGGPGGLVPPPPGAGGLPPPPVATAGEGTAMLGAHAPHEYQTHNIEFDTRKTLGEFREALAKQ
LGLDKEAFKIRKMRYGPELKETKKTLNLYNFAPPCAIWLDMGAPLKSGEYILKLHGDLGERTKNEKKKKDGGGDGKDAKE
RKLEAKALERFAFLSDIKLQGGMSMLQVKQEIGKIWKPDAGGPPSAQYMRVRELKGEKLGILFVDDKTLKKNKPGLQDFE
AIVVQRTAVPEVTTSNTLLLNVYQWYPDLGKLGDPVEMAFGKHWKLPKLQETLAKLGGGTIPAEEVKVVKPMKWQLKDET
QIPLLKWNMRKLNKNSKIGSAPWRARSGDNILFKDGRIPEKIEKQPDILPTGISQPGPEPGGIKILSLEEIEERERRIEE
AEKKYREDAEKKKAEGTAPDGPPPPPSMPPPAV*                                              
>Bnat_90425                                                                     
MLSGRSSKRQSSSKKSLLLGQRVRCGTILAGPLEGTIRYIGKIEGKGSREFIGIELDRAIGKNDGSVNSVRYFKALKYHG
IFVRPDKVKPISPAESKRKASSSNNPRYNTIKSPTPSLRQTSPQTTFSQSSNLSKSSSKQLRSRPTTMGGIGTRSLPPIK
FPHHSNISSPSYSPHTTPIRAAAAAGRSTGRKVLTATVRKGLQSTKRPVFPKGLRNLGNTCFFNSVVQILAHSRSFRFEI
LRSCSEAGEMVGDPSDKAKEGKYSNSLRTHSSLHHPSPKIGDVEVALKNVINSLFLRAPCSLSSPYVDPTKLFNLIVERV
PAFGKRRQQDALELYKHLLDFIETDSSNSYNGTITGAGKVSDANDDEKGHNQQQQQQQPSLASIGNDHSANGSCVPNQYQ
KSNIGTLQSPLISRVFDGVLASIVKCESCQGVTETLQRFSELSVPLPPERPERKRVFSSVTLSSQTSLQECMKLFSEAET
ITQYRCAVCTRKSSNPSLRTKATKQILIKRQPKVLVLHVKRYVQQQVSRISNSRVAGFLRKLQMRVQLPSVLDISPYVLT
EELPSGEAKAMGGGGDAEKNLKKAHHRPPPSFFEVRKSELRSGKRVDCRDQYGKWLAAEIKERDSDDRDEWVIVHFLGWE



SQWNEKVSLCHGLWRFARYKSYTSEEELSASRPPMISSLKKGSQVIVHDTQTLPRSWVKGSVLEVEGNQVKVDYEHPPGA
RYEYWFHALSGEINTLHENTQNSSRSDPSAASRRYRLCGVVGHRGSLRGGHYTAYVRASASSSTQPKGDALKGVKSDENS
DSWYSISDSRVKKIMFEDVMACQAYLVLYELCQ*                                              
>Bnat_55867                                                                     
MDYDDGDWRGGGGGYSGGGVRGSVGLRNLGNTCFMNSTLQCMNATPVLADFFVDGDYTSEINPDAYKSHGRIAREFGKLL
KEMWDRRPHTVTPSRFKSAIGDYSDRFSGYQQQDSQELLAALLEGLHEDLNRVRKKPYDPNPVIGNGEDDEEKAQLSWSK
HRKREDSVIIDNIYGQIRSQVICPACNRASVKFDPCGILQLPFPNVDTKVVTLEGCLRGFTKEELLSAGNEYKCDHCGHE
GRGKKKLDLWRLPNILIIQLKRFQYTRHYRSKIETYVEYPLEGLDMSPWTRCEAQKKDSTYDLFAVSCHGGGLGGGHYWA
YAKNLIDKQKWYTLNDSSVSRMSPEKVRTSDAYLLFYVKRGATQKK*                                 
>Bnat_62275                                                                     
MPPLKVVFQIARSVEDPWQGSLEEMDHAITSAKGVRQHNQQPQHREQHFLQILLLQLRPKTSDLKDLLQKFFATTIVEYK
CDKCSNAKAHVTSSFASLPNILVLHLKRFRPNFVKRTYEKKTDRIRISQTLNLPDDAGSAKNLKDWSCQKCTFKNAGTIP
KCQICNTEKPSTIYNENATKDEDIAKDSCLSIKNQSGVAKQLATSKYDLQAAVLHQGTTAEAGHYVTHVKDGKKWKRYND
SHVSAIDDSSSRKKVDNEGYLLFYVKR*                                                    
>Bnat_90077                                                                     
MSEAKETKKPQERPIGGGGKFIFCGKSHTGFVGLFNQGATCYLNSMLQALYMTPQFRASIFEFRYDKERDGDPKFCIPYQ
LQLLFARLAKSKQPAVNTKGLTISFHWDRAQSFQQNDVQELMKVLFDALEKTLHVDPNNSFTNTLYMGTSIDSLKALTDG
YERRIDSKFDQLQLALSEDVDSKNLGMQDEYAHVEITMVIIHIEDVLYFSVEKGIEKFLAPEKLIEGNRWRHPKTKEKVD
AEKRIILAKLPTVLTIALSRFKMNWQLMQRVKVNQKVTVAETIDMNKYVEETKEGGLPYDLFAIMMHSGTARGGHYYSYI
KSFKDNKWYRFNDAVVSPLEAKEGEDVLALAHGNGKGTSAYLLMYIDRSKIPKDDATDKMIPDELLKVVQAEDEEWEKER
AEYERLRRLICMTVYYDNTEIKQDMDKGVTVAEVLSAVLKKAAIDSKFEPQDTRLRRYDPAMGWAQDDLDPKATLEELKF
HRNMSLILETRNKGEDWPVINPNAVPLRTIFATEENIPLILQQLHYSDTKGLKVSTLMVDKTAAFDEVCKEIEKVLKVEN
GGRSSVRLIKLDTTKSEIINDSAKTLKDRGTEPSIQTLNVPPGCLLYAERIVEGEPSKLIQEYDKTVGQISVEFNLVKKT
EKEGEDDNSNPIVTVSKNKTLKQLKQAMLPILGLEHVDDFRLKRNAKAEQFKDEDQTLEDLKFMSSQYVYVEKGRPLRKG
ESNLKFYYYDPDVDGKMAYLFKVPVLETQKVQDLFQDLLRYLNDAKPNGKGGNKYELKHMRIREKLKGGPGAIFQSTCAL
NRGLKSFRKFRDGDSLVIQKIPKPEVFDKKKNQMVFVHQFERDHDRLHRRREIIVSRLTKVKVEVGRLQQALGVRSEGTL
IFCDLATSVKSKPSEKKSTAKGRARFKRPQRGGKRATENGIAISVASRPRPAAPEKALKIWTNADKAAEAKKKKEEENQK
KEAQKTSSDATTGPTVEEDQAYKEKLAQLSKDAEKSGGKKGGIKLEF*                                
>Bnat_22178                                                                     
GLINLGNTCYMNTAIQCICSTPMLISYFNSEDKKWVRDINPKSDLKGKLAKTFGSVINRLSIIGSGSSENTVRPQALKSV
IARLAPQFGGYRQHDCHELLRFLLDGLHEELNRVKKTPPYEQIEDKETDTDEVKSRRWWKNYADRNDSVLVDTFAGQLKS
VVTCRKCGHISTAFDPFWDLSLPIISGSSKSSSSYYYSSSGRQKVELKDCLTKFCDEEELEAYYCSKCKKHRQSTKKLSV
FKFPNVLVIHLKRFEFRGYSRSKIQTHVVAPKRLEREHLSVIADIKSASAENHINCSYGLYAIANHMGTCNGGHYKAHAN
IGPGIQDDWRCFNDSRVSSTLDTSAGQGSSAYVLFYRK                                          
>Bnat_80997                                                                     
MPGFTTVKKNIGKEETEGVLDKLDQKTRRIVELMTIHTRAQHASSVDVSDLVERYFQKEHIPDYRCSGCKLKGECFKEVN
PTRLPKVLILQLKRCALIVNRINMVFPSFHLGDDYSFAPISLGVQIKSHRKVNVTETLNLKPFHLASDEKVADSHAYKLS
SMVVHDGGMGGEGGDKWMWFSDRHIGPVPKAEVEAAEPYILFYTMEEKADTDSGQ*                        
>Bnat_127891                                                                    
MRHTRERKRQNKMKTTEAPSHSTRSTRNKTRHANKSDEVVFDLETLQEIDRHTLQLLARRRGIRANQKSADIIEQLIKSY
DGLSSCAEATKKSLSKRRQNRKRKAKKDSKRHQSNENDLKDDDDRDDDDDAEAEEGLLATVYDIDDESPDKWVCSKCDDG
FDPRICLQTGKCFCVKCSKSHASKLICAKVVVLVCKISSDDVNTEDAKFESSTVLLTTSKVESIGKNNKFTFINESSQSI
KEIRSMLQDLRCDVGSITLCQQYEEKISSLSSRTKKGASGKAKRGGSRRNMINQNLDGEGGGVGVETPESIQKRSARFLQ
MVQTGFLSRKNRYKRKEEDIKEYGHEEAQNMCFKAWKTFKEQQRKSDGKENEDDMELIDNIHEIDEKDGDKEIIGRGSAP
RRSGIPVMCPGRCGLRNLGNTCYMNAVIQALSSSPAVRDFYIRRKEEMKKKQKQITKNRSKRGRVKKSGSAPASKLEQDD
KDSLSECLTEILQSIWSGKRVIFTADDLLKLVWEKAPRFRGFKQQDAQEFLLFLLNECLIIHLVRGEISPTSFKLFKNQA
HVSFPLEGLDMTNYLHEDEDHLHKKKKKEALMRQQHVPNLQQHEQQPLEMEGGEDDEEEDEERTEKFIYDLTGVVNHHGR
GLNQGHFTSYGYNEQQETWFCFNDRKVTVASAEEVSRSQAYLLIYERRWSKIKQLGGGRCEASLIEQLEAASE*      
>Bnat_39959                                                                     
MENKHNDDNDKRNDNVPTASARTKVEEGEEEEEEEEERKKDKDRGLVGLRNLGNTCFMNASLQALSGTPPLRHYFASNTY
GKELNATNPLGMEGKVALHYGALVKRMWPRTDVVTPFSFKSTIARFSPMFDGYDQHDAQELLAFVLDGLHEGLNRVLEKP
YVAIPDSNGRADAQVSREHWEAHLQRNRSVIVDLFTAQLKSTLKLSCCGFVSTKFDPYNMLSLPLPLSGLLTLTLSRGGV
SLEECFSRFVQPESLDGSSMAYCSKCKEHRPATKELQIWTTPSFLIIHLKRLLPTGKLRTYVDFPVTGLDISSSSRERDS
SSSSMLYDLYGVVNHVGNSYGGHYYAYVARRKADGTAGKDWFCFDDDRVEQIGEDEIKTNAAYMLFYHKRVVIVIVIVIV
VVVVAVEWSLLTKV*                                                                 
>Bnat_129174                                                                    
MEDLDDRALLSEPPNHFKPRNESGYVGLDNQGATCYLNSLIQSMFMTPQLKNALYKLTDEELGVAYLDQVDDGPPQHLID
SLTGMGFHQFAALKKHPNRDDAMEWLFTYDMESDPEYQNHKLSESGAGNNNKKKKKKAWKIPIALRALFTKLELIDQQSV
STKNWYVPIDIPTPTHPLHQMRMQRAQCSIASSSLRNLTDSFGWKGNQASVQHDIHELNRILIDALHKSLATTKSAGLCD
RLYKGNQITRIMCTECGYLSERKEEYKDLTLAMENTSDLVASFRELTNFEVMRGSEMYRCSQCAKKVEAVRSTKLQDIPP
VLTLSLARFVYNRKTYRREKLTKKFKFPLSIDLEGCLDIPEYKKSSQGYYTSWKVAFDEAEKERLALEKEKKEKDAARQR
KQEEWAKEQGLPYGGDLKKARAARDRKAIQVIMKAKKAQQEAKAAAEPDQREGSKEGKEAAAAEENQEEAKHGGLLGDIK



KEIEKRETLMKSEINPKSKYIYDLKAVLIHIGTAYSGHYHAYIRGNGGPLGQTGYNDEKKNKEEEEGDNGAAEPTTAEWF
DFNDSSVTKIPLSYIAKQYGGASENAYMLIYTRREADQAAAATGVTVPPPHLEKEILALNKTMEPRRARYNVLVNQLTLF
IHTEPLFKVDESSLDSKGQGYLISVTNDQVEPAVLQLDRRTTVKKAKELITASSGKKSSR*                   
>Bnat_129303                                                                    
MPTTNQRPRNKEIERAAYTCPHLHEFWQQGGLRDIVGLIVYIRLIKSNRGGTGVKLPESRPTCLQCNGCHSAISQLHGCL
ECVHFACMRKGHFRHHQIASDHALSIDIDRETFHCKKCNDYVYDWELDFELQNQLNTHSLRSSYMRRIDVLHQPTENERK
LIKACSVPVRERASRPLGLRGMQNLGNSCFMTVALHSLVANPFLRNYFLGDMHHPSTCAKRRLGDECLACELANLFALMF
NGQEKPYSPHRFLYAVWNESKHLSGYRQQDAHEFLSVEKEEEKRKEKEKRCMRYFIVHESKKSNRGSLRSDVTCLKCQRC
SSSIEPMFYICLDIYFKKEDKSRLDSVPPTTSMQQQQVSSVMYADNGDDKNDPPLTHNQQRNTNTSSFEKKSKIQGVEPI
YLSCAKQMTMHELPPTLTFQLKRFCQQPSTKRWYKNKSHISFPLDGLDLSAFSKQQQTKMAIEKNGEKTGSSFSYPQLYD
LYSVIVHKGTLENGHYICYIRKKNTKYSNRKRTSCFMLGAPFDNGST*                                
>Bnat_38181                                                                     
MCPYLDTINRKVLDFDFEKVCSVSLNNFNVYACLVCGQYFQGRGKGTHAYLHALEVGHHMFINLTTEKIYCLPDNYQVHE
TSLEDITYNLRPTFMKKEIKRFDKEGEYYHALDGTDYLIGFMGINNIKFTEWFNVSAQALCHVPMLRDYFLQPQVCHPQL
VLKFGEFMRKFWNPKGFKGHVSPHEVLQAVMHASRKRFTIGKHSDPIEFLAWFLNTSHLSLGGNKKRKSSIITQAFQGQI
EIKEQIESKITHKKFIYLSLELPRSPLFKDNQDTNFIPQALLLPRYYEYIVPLFDLLAKFDGVTSETLRSGEKRRFQLSK
LPRYLIIHYKRFTSNNWFKEKNPTLVNFPLYNLDMSPYVAFPERPSEDDMKSKRYDLIANICHVGTAKDGTYKAHVMHRG
MKQWFEFEDLHINTSETMAQQVALSECYIQIYELQPPGALVRKTCNFMISHLPKRNTLQ*                    
>Ehux_461221                                                                    
MAKRKPWEEAGFRCPYLDTINRLVLDFDFEKACSVSGNNFNVYACLVCGKYFQGRGKHTQCYTHALQEAHHVYMNLGDGR
VYCLPDGYEVIDSSLKDIQDMLDPSFTPEAVSTLDSVPVYARGVDGSDYMPGLIGLNNIKGTDSVNVVVQSLARVPPLRD
FFLLPSNYAHLRSPLVAEFGALVRKIWSPHNFKGQVSPHELLQAIMSASANRFKIGEQCDPMDFLAWLLNSLHTALGGTR
KAGSSIIHRTFQGSVKVTTLKARGEGEEEAEEEEATARELPFLYLTVDVPPAPLFKDALERNIIPQVPLFACLAKFDGQT
PQEMMNGDKRRYIITRLPRYLIVHIKRFSKNTQHFLEKNPTIVNFPVRNLDLSNYVEMSEEERAAGASHKYHLMSSIQHD
GPPDTGAYRAFVHFKANDSWYEMQDLHCNGVHPQLISVSESYIQFYDAAAA*                            
>Ehux_198165                                                                    
MRSSRRGGFNATGILLGQQLFGDRADGRGRGLRRPPPRGSAKETIDLVGDSPIAALNDDDDPELAAAIAASLAEQQQPLC
SASRPASPGFPLDGKRASLLLHIKRFGAHRTSGAPVKRQDPVEIDLSLSLAEWAEPSDEADSEVARAGKGCQTTYRLKSV
VVHHGSSCWSGHYTCGARLSDDDHTADTASSTGDTPEVRWANFDDTEVSNFGVTPTLDSSVSSHLGMYEEGGYVLLYERE
DH*                                                                             
>Ehux_433082                                                                    
MTNPFSTTGARQFGAAPLWGASAADALQPPLRLTVMTGALFGAARASVEVEIARSATVGELLRRVMALAQLAPPADPAIL
EGSLRLLCAGDDLTAHRTRTIGEATDGAVLLHLIAPGGLPSSVFATTCANPARSAAANAAAAAAEQRAAKAAATAPAQAP
SAPAAVSASRAGGEAGVLKVRFAAREVRVQYDPAMTASRLKSEIATADGTAVAGGLRLFFSGQELIDALPLHSQRGRLAA
GAVITAHMVDPTHTPSKERLAPARSHVAGGDARTMRFVGLRNQGNTCYLNSLVQCLYMTPELRRGLSALRSTPAAAGAVG
GALSSLFSSLSSASAAVGTETLTRALTSALVGGCASRQEDVHEFWQVLTDKLETELKSTPQAELLPSLFRGTQRCFVRCS
RCGNVTHTVAATPAAAAPAAASSCGDGSCSSRLDSSPTKRLRLTPDSEAPAMALGAAGSSVADDSDDNPYTRMGF*    
>Ehux_426257                                                                    
MEALLDRVRASMRGLVPATEYDKVYNDECVLSFDSPFSPGGLYVSLRTYLGFGAQHVQAASMRSGETLYVHLQKRRTLRP
KSDAPDAAPTKMALGVEGGFSVDGPQYDESTEAALVLMPSGERVPLPCQELPEFVSTCCQAIVTHVGAMQQRKESAVAWE
AETLPSKYAEELVQLPPHKKISPDPAAWVCEESGMRENLWLNLSDGHIGSGRRQWDGSGGTNGALNHYEETKKHFPPHGF
PLVVKLGTITPHGADVYSYADDENSEASRAPPVGIDVMRMEKTAQSVTEMNIAANESLELDKITEAGKDLAPLTSRGYLG
LNNLGNSCYVNSVLQLLFTLPEYQTLHPAAPAIFATAPSDPTGDLPSQLAKLGGALLGDRYNPGGDGAPPPPPVPEGGEE
GPAPEAAVAPRMLISLVGKGHSEFSSSRQQDAAEYLRPLFGGFGRTKTPPGARLGKGVPALGELSSFSLEERVKAPGQVA
YKRVPGSALSLQIPLELASNAAEVAAHEAKEDKRQKLDPAAAPPPDDPVVPLACLSRYLAVETLENFRGHAGAAKTTRFA
TFPRVLVVQLSRYYTDADWTAKKMAVAVPVPETLSLEAFRGGGLQPGESPLPDEPNEPAPAPAPAASPQPDEAIVAQLVS
MGFSENGARRAALAVSNSSPEAATEWVFAHMEDADFNDPLPPPGSSGQAGGGGGGGGPEASPEAIEMLSAMGFTERQARG
ALAATGGAVERAADWLFSRTDDLESAVAAALGEGGGGGGGGGAAAAEDDGPGEYDLVGFISHMGSNTSCGHYVCHLKKDG
RWVLHNDRKVAVSEAPPLELGYIYCFRRRDA*                                                
>Ehux_199805                                                                    
MSTINVTVKWGKKKFEAVELDKSAPVDLFKAQLFALTNVPVERQKIMGVKGGTVKDGADWEALGVKQGQVLMLMGSAEAV
PEAPAEKTIFVEDMPAVDVAALTASKNPGGLTNLGNTCYLNSSLQVMIRIPEVSLALQKYAGTGGESEKALLFAMRELVG
ELERSNATQEVRPFKFVSVFRQNFPMFAQQAEGGRGFVQQDAQECWSTLVTNELRDNLGDALFGDERYACAEAGGEEPYE
KREKDTAHLYTAVEASLSESIEKHSAALGREALFDKTEQIARLPPYLAVNFVRFQYRKDTEKRAKILRPISFPDVLDVRN
LCTKELQANIASHNNRLEEARDKAAADKASADKAARIGPVHALECDNRTGWLPIVFSRFVHVPFSMSFARAAPVACGRAV
*                                                                               
>Ehux_201710                                                                    
MALLLTVASAASAPYAGLRNQGNTCYMNSLLQSLCHIPEFAPVALEMKRLLYRLGRAPALGMDAVGTERLTTSLGMGPRD
VLEQQDAQEFWHTLHAALVASGELATEGQPRGRGAASEMPQNHGGTVSCVPAPPPTPFARVFEGRTQSYVRCTKVPFTSE
REGRFCDLQLQVAGCASLHASLRQYVAEETLQGEYNTRDERFGRQPAGTVLHLKRFEYDAATGATHTLEGQLPAEPAREA
CFGPAIGAMQKLQGSFSFPTTLRLRRYMAKGARGGGGPPPVYELRAVLSHAGGFGSGHYISFVRPLGGGGGWYRFDDTRV
ERVAESAAVREQYGGDHAPRGGGLFGLGGPSPSAYMLTYNRFGH*                                   



>Ehux_202168                                                                    
MSTINVTVKWGKKKFEAVELDKSAPVDLFKAQLFALTNVPVERQKIMGVKGGTVKDGADWEALGVKQGQVLMLMGSAEAV
PEAPAEKTIFVEDMPAVDVAALTASKNPGGLTNLGNTCYLNSSLQVMIRIPEVSLALQKYAGTGGESEKALLFAMRELVG
ELERSNATQEVRPFKFVSVFRQNFPMFAQQAEGGRGFVQQDAQECWSTLVTNELRDNLGDALFGDERYACAEAGGEEPYE
KREKDTAHLYTAVEASLSESIEKHSAALGREALFDKTEQIARLPPYLAVNFVRFQYRKDTEKRAKILRPISFPDVLDVRN
LCTKELQANIASHNNRLEEARDKAAADKASADKGRTAEGGHYVAWVKRDAKTWLVFDDETVAEVDAPRIKELYGGGDWHI
AYMCLYRKMETLSLEEE*                                                              
>Ehux_449655                                                                    
MRLRLVLLSRDEQLTQRRADAGEPLELDGAEAVGTLRRAAAEALALEEADVRLVDYFQERRHGALSDMSATLDGARLCDG
QHVLVEHMHSGEWPEAEQAEEIDDLFGGAGAGWGAIETAAGSSSPAGSAAAAEEGGPLDGSGGVPEHSGKVGLSNLGNTC
FMASMLQSLAAVAPLREYFTSGAYERELNAENRDGTQGQLARSYAALMRQMWFGPSSVVSPREFKLVLGRHAPQFLGYSQ
HDSHELCNFVVDALHEDVNRVRKKPYASGEPDGAIAKQVLQRHRQREDSRVSDLVQGLFKSQVICPVCEKVSITMDPYKS
ISLPLGAAGMRVVHATLRRADGSMRRLSLELERSGTIEALLSEAADQARLRHAAGCCEETPHELERLYNGDFIFLREERA
EEAGSSGGATDECGTEDFVVVEPPSPASTPEPPPQQGEAARQPLLPVVLAYAGLPLLLSLPASASGAELHRAVERELQRY
ASAPSDQAEAASPAEPAWELRRSDDSYYVTDSASGDGLGRRIDDGSAAAFGAGASGPQYVVLRWSSTAFGCGAGGQPPYS
RSLLDADSAAATSLPCSKHSGAPDKVPLLDCFDLFGKEEVLDEANAWYCPRCREHRQARQKLQVWSLPPVLIIQLKRFTA
DATGRWRRKLDSMIDFPVRGLDLSRHCLSGDDAALYDLRAVCNHYGGLSSGHYTAFARHSESGAWHDFNDAHVSTARADG
IVTSGAYERVALVTGEGSSGRRAWSRVLVCI*                                                
>Ehux_463325                                                                    
MASQAGKKSGKRKEAQARRETQAAAEVRRSAALGRAAAEGLGGERCRRETRAAAPLRVRIRALRSVRLTASSACARAQED
GEALAERVAALAGDNQTDAVDACCGVADEGFRRGAHELAFAVIRASLHKHGLQNDKLCRRYFFLLDTVVKARMSAKKKPE
GPPKMLYLREMLGRVPEVLSGQLALLGGVDGVKAGERCVLMKERGVMVIGLSLLEWRLLLEKQAGPKMEMQMISGVEEAV
VRGLSQSEGMSDAQAEIKLSWNAWALKLCEAEEGTPQLRGKCLLQRTVLLLAQNSFQKAIDSSGEVMRIQPANKHAAALN
ATALHKIGRKKEAASAVTELIGAFQRSEDQHVQDELGAPLELVVSLLVEMHRTKEALRLLSQLLSRVSGPRHQPLFFGLA
RLYAKHGLNKDALVLKLPQLCTRPPDRRTWDLLKSMAEYTPAAVEQLLQSYIDEAGPGRFTHVPQITEVMCKLPFGAHGS
AANKALKLLQRCASQVAPDRPEDLKIIVEDLRAFMSSNIPPTVSEQFPRTIESLLLAYCEALTAQHTADAWEMPGDLMKR
AFNGQPPVVLLEQLQRSCLRLPLTSEKTLWVVFRHLSPDSGVALVRTWLLQNDAAADVDRMERCARHFHMAKGEHAAALD
LLRWAESRGLQVPAESTRKWRELYFTVLRATAEERATTMKRGGAFTSGGLDMATPAVHDGGSEEGAVAMELTTFPHYRSQ
LTRLEIPLRNITLTERGVLAEKMDVVAPHGGGEVDLEGGGAEAWQGGAREGGGARELSERTHRHLDLNGALMEPGELLQQ
PASNGADWGESVPLLEEDGDAAHERRLGRPEEDAAAADGSAQDAAAVPPADAARPMFSQQQLQYAQSLLNQLGLKGHVPT
RLEDEEAWRSFVAELFSAYGWTVLGAHYSDSPQHVRRQQLLGDMERLQQALRELSARGSQQQQMAAAEGGAAQSMRGLEW
LYRLLQEHCAAGAAGKVDIDGVDTAEAADTLAYEMGQRAVWHERFQGGRSGQQWHAFVYAPLASRAPFKLAFLHAADTLV
TSAAAATEGGEGQEAGSVESPLRDNQQLQTCKKMLTPDPSNALAMAQRMLDETALRSEDGQVEALHMLSGDACFALRQFG
DSVHHFQHAAAGRREFSPTGLPEDSVIEQVCAMLQEGYPAAQVTRVAEDGCLNEGAHAEGWVLLVKLLAEIVDADSAQEQ
VAEEENRNMVNKLLMLLGSNVTNKRERDARMQRCLQEGADGGDFTSASGRKAGRRPRVEDEAPIDTDALHEFWKNVAPEE
RPALCRVPIADLRKAVLQLAAATAAEPRDSGGKQQGESEAVALPPESSLPAQLLDVFADEPASIADPGVAPGLSWSDALC
EIRSLAEASSSGVNSSELLEVSAYGLFCLDGDAFTLGAATPLAPDGDATAEGQPPAPEVPAGSPVSALIASAPSPGDHSK
ALERLLAVEAGFELDVPHKEMPSLDLGAQVTPEQMLLLVRTLSALHLHVGGTLPHAAEALSLLCQRLLRKKPVRALMASQ
RAVVSLLSRLMLRAVRSAFGKERQKLKAEEAERAERELLEELAAAERAEREQKEGKDADAARKKAKKKVKKERRAVVEDA
ADDAGGGGAAKAPTPSAAASARGRSPECGAYADWGTAATIASAAAQAAAQGATNHSSGGGGRRAAGAGGGAARRQQQNQG
GGRGDAEGDVGDDEDYAAREAREAAEALAVVEAEEAAQRAWEAELLATPSPETWETVAKSGRRRGGKAGGAGGDANGVDA
APAGGSGEGVAGERNNGRRKGRGEAGEQQGAGGPAAEDEVEREGSAKGRRKKNKPRAAPPAEGGGSSEGDEALAAAGGDG
AGAADGARKDAGSMEGGKTAGGRGSNGTAARRLPNGPSSSASDLEHFGDEVDGGSGAASDGAGGGKRGKKGKGARETPES
VPVGGGASAVGGAGASGGGSGRRKNKQQQQQQHSSQQQQQQQQQQQQQQQQQQQQQQQQHSSQQQAAAVSPPPHEAGPSS
SVAGPGRQGESAIEAVAAPGLENKTGQHSCFVNVVVQTLWNVEAFRDEFLSSEPRPGAEEEDRSIYKAMAEVCSMMEDGA
SSEAVTRESSRDTPKATASALKEALFRLDSNFELGEMHDATEAHEALLEALHRAVEERAPAPPDSGPAAAPASGGGAGGA
PSPAARREPRNSGEAKGVTSGDSFVKRIFSMKMRLEYGQPADPKEEPCKPVVFDQWTQYVTASELRDAVRELREARGGPA
LAASPLVRVLRKEAGTEPPPPGQAPVPGSSRKLLLLQPPRVFSLALGADTAHASKGEISEIDLRDVYEELGRGQAGSTTC
RLASLTAFYESHYVCFCYSRAAGQWIHYDDDTRRVVGRDFEAVKQKTCPTLPCMVSKSPAAARTGAVSEKSSPRVLQFWA
SCWVVITNVYAIGWSISGIMSDGTASANGSEMAILSVEILGAALTMLGAIVYSCCSCFCCRGISTWFFWPLLIIGMLLQF
ICAVGISVRATISCSLPAPRTLDPLRGDPRRGRGPFFDMPFLDDYDKYYDYDFSAFEDWDDLLERLDTCRFVLPSFAAGA
AMCLLAALAAARLMIRAVRARRAAASARAVEASALSAKRNTGDAADGKPADDRVSVGDTVFASNGIIVGYLLLSLLVCGW
GLSVLTMLSSDSMQRVLSSAPPPSHPPFPPAPPEPPMTYRYLRPPPPSPSPPQPPSTPTPPGLPPTPLWPVGGSPFHVRS
GPCRRVGACVTSSNFDVRSISDFPTYSSYYSYYYSYSSLQSVDGYRDYERCSIDVTPEVELSVLHFDTEEYSDRLVVTTP
IGARRRSYSGTIGPDGVHATHLDWNSDGNSRRSGWAVCARGAEADLISEAESAVEDGAFYKRGPAYPWHVLTSAFAFPTV
ASAAAAIGVLAAFAAICQSLPGASISSDPAHPRVSRKFAIIGRLLAVISGLGHVAACIGLMTTIGQACGKNGGHAVTHCV
HLYPLFSIGVSACLISAAMSTYLFCDLAPIAHTAARGDPVSRILFQGAHHRRLILTTPVLWTIDLFVSIIQIVITSRFSP
WSSMPAAWIFSALGIVSPIFGFAGSFLVCNRRLLGPGHDDTRLIAIAMLGTHTLLVGVITVGDFVVSSSYNGGGTWTYII
GCLLHLVSFALGGALLSQVVTMPKHALGSHGDEAEAREGLMMVSDVDARVDRKLQHIVVDQDKKIMMLVGQQSKLLEMLS
AQASPQHAHDSGAASSQQEAGTAQGQAP*                                                   
>Ehux_207601                                                                    
MMAAATGAARSGGGAAAAPLPQLHQRKIEATGEYSVLAAVTALPCFVDDLLEDAVMERLGRCLPEASVYRAFREVARQRC



GHAYAALTQHVSKLPRLLPLHLMRFDYSRERLLKRSDAAAVSTALDLSFAAHSETAPPPLASPKAEAAAVGGTGRGNGRR
KRSREQEEQEEQEQLDAAIAASLADSRVGKLQRMVAPAGGLSRERVIRALEDNGHSLPSALAALRAQFAAQAAGVGACSL
LGVPAATYSLRAVVWHRGGDASFGHYLADVQRARGAAEYWERYDDTAVTRRAAMITPATAVGPHATAVTNGYLFFYVSDG
LGL*                                                                            
>Ehux_101488                                                                    
MRGPGRSGYAARVSLSDFSSSGVEYLNLADTNSNLKGFWGGFVTAAHAYYVPYLNSGAFHGYAARVSLSDFSSSGVEYLN
LADTNPNLKGFMGGFATDAHAYYVPTYNGAPNYHGYAARVSLLEEGSHVPGEDLFDMGVYRCPVPNCGKWYATVGSKCGL
YQHLVQCDSKFRGEKGDQRWQGGREGFMRHLQQQAEVGSPAHYFRTVCYGARKERTPDRLRGRHTDWLAAVAKARAKRAA
DDGGSSAATSAEARRRAKASSDAARKAAFHARGSQYFISSPGVRYSYEWLRPWANNPRLLAQLDTVRRRRPPKRARRECY
GMLYHGATLLRDHINTPDAGLYVAFQILSKMVTINHIREGGKERTKSEMLGRVRMVKLKSGEGLINPDAGASGSLVGLLL
ARPDAGEPVRLYVALSPPAQQRKRGAPTCALVRDFAIGGHDGATLEFASGRSRLMVQHQLCVPLSERNCLPSACRDWTDR
FNAAGVNDRFVYPAAVTVQAAADAMARAAAARAKSASGGHRPSNSLLSSGSGGPRLSAPASSTPFKAAARGGGGGGSMAR
WPSPGGGGGGGASRGCPSCHKCSPRQRAARLGIVGSPARGVAAAAAPPRAAGGRAGHGSRMMAAATGAARSGGGAAAAPL
PQLHQRKIEATGEYSVTRRPGVGFARFPDRRPEMGGGGGGGGGGVGGGGRRAAVVHSGFRNLGNTCYMSAVLAAVTALPC
FVDDLLEDAVMERLGRCLPEASVYRAFREVARQVCGLQPKAAGGGGGGSSSSGGGGGGGGGGGGGGGGGGGGGGGRVVTP
TGLRAAVGARAPHFRDHSQQDAAEFFAVAVDALSDEMRDMSGTRAPLRPALTAAGGSGRAGAEEGESTLPVPQNFGGEVL
KTMRCFKCGHEWRRCEPFSSLSLQLPAPAPGGRRAPPSLQSLLEEHLAPVTCERCGHAYAALTQHVSKLPRLLPLHLMRF
DYSRERRSNTNVTFGVPRGVGHRATTPATGGGAEHGRKRSLAITGPSPHGGGGGGGGGGSGGGGGGGAVGHRGAEFQRGG
GGHHQRGGRHGAPTSAEAERAMLDAALAASLSAAAAPGGGQQWRPPAGVIPLDDDDVSTWDVSSEAAAVGGTGRGNGRRK
RSREQEEQEEQEQLDAAIAASLADVRGGAAPDASPEGEARSPARGPVPPPEASAADAADGAGLRRSTDGLESRVGKLQRM
VAPAGGLSRERVIRALEDNGHSLPSALAALRAQFAAQAAGVGACSLLGVPRSDAEVLAARRAAAKLGKATTYSLRAVVWH
RGGDASFGHYLADVQRARGAAEYWERYDDTAVTRRAAMITPATAVGPHATAVTNGYLFFYVSDGLGL*            
>Ehux_102911                                                                    
MLAAAPTDETPMLTFIVTKPGQRLSVTLPQDATLLALHEAVATEADLVPGTFELCESARDDGTEVAHRLDDTGAYTTTLL
QASFRHKQRLLLRGVDGCTPVPQSDSRSSAAAQALGTVALWNSSQSSPIAGLSQGLAALGSGAGCTAPPNAEGFVGLVNQ
GATCYLSSLLQSLYMTPEFRRIVYQWRPRGEPAAAGEGERGEDSSAAGSSSITAQLQRLFVAMQDGQATNASLAEAEAAA
GAADAGAAGEGKLRAGGCGSVRAIDTRELTQSFGWGAADSFTQHDVQELLRVLFDALEAELVGTAQEGALAELYGGEWEE
FVQCRACLRESARASAFHELSLPVKLDSLGGCLDVRCSRREDTRGCLDHLLEPEELSGDNAYHCDHCGGKRDALKGCRLC
RLPPILTVSLKRFDFDLATLRRVKIDHLVRLPHALRPARYLDATAPPRKRKLSENSSGAPSGAASPEAGAEAGAEAEAGH
YFAYVRNLERRSWLRFDDSTVTPLDEADLAAATTDDAIAHRGGFGASAYMCLYRRVPDSGDDTFPSVPPQLREFLAALPP
PQTVVAAAPQTGAERGVRIRAAAGLAPVSPLEEVGGGAGEEADAPMITASAEVTGTVHEEEVV*                
>Ehux_66193                                                                     
SDGGGEWLSVGKGSKVSTTRTMAVASSPVRAIFSGMVCNRVEAREDEDGKVAKPSNTIEPFTCLNLDIDRAAIRSLDDAL
DAFFDKQSLEDFKIRGKSASASKQPLLQALPSVLVLHLKRFTYDQHGSHKVLRHLSFEQTLRVQRSHLADGCAGARPKAA
PAYTLVAVVAHHGHTLGGGHYTCDVHVPSAGGGTSEWYHCDDNRVRKVKASDVMQRQAYVLFYERAADS*          
>Ehux_436583                                                                    
MGKSKWSHFPLNYTVAGSYQSEGSMDDSGGFMRQGRPRCKGVAEPSPAPAGDATVRALIEMGYDEGGVLRAVASLSDKSN
VEAAVVELERIAGDGVQSLKAVPYIGLQNQGTTCYLNSLCQCLNKTPELRGGLIALCSTPDTARPVCAALSSLFSSLSSA
SQAVGAEGLSRALTTAVVGGNAFGYEDVQEFWQVLLDKLEAELKSTPQADLLIFRDP*                      
>Ehux_213396                                                                    
MGLVRGLRSRAGYETPGETVAVADLATKLDGLEVDGEEPPPSIPAPPVRGLKNLGACERNTCFLNSVLQNLMAAEPLRVF
LLQEPSAGEGPATVALRNWSRQMHDGRESTVAPSKVLQAVSRKHKRYSGRAQQDAQEVLRNLLELVRAEEVARLKESERR
DAAVAGAAADAGGGAAGQQLVR*                                                         
>Ehux_437766                                                                    
MVNVKLNSECSFPMRLDCSPFTRRGLECAARGEPLPPSPPYELAGVVVHAGSSGGGHYFSYACPRDGPTAGKWFAFNDTK
VTRFDEARLPQQCYGGGAAAAARTAAERASASQSGFLLLYRRVESSRHRRIGSAPPVGIGAAGWRGAPAAATRPPAAAPA
DGPTSQTGEAGREAARGASSMLLRAGSEGVVLRPAGSEAVVPRSPPTPSKFSMLQRAFLDSGADGGSGSAKGREGEEGAG
GVAAGSAQARAQAGGGPPAGEGRAPLATTRVRAANEALLRREHLLDRGYAAFVRALLTLPPPTSAAPLPPPPPLAPLSAP
TQPAAAESESASALRTRLLEFGARYAFSHLLRLNDARLEPVLAGLDGWLATLARACGAQPAAAAAVLHYVVAPQAAVGGS
GAAGRGVAAPPSSPLLDAVLCSGSAAGRSAVADLVVSLARVAHGAEAVEPRHGAEGEPRRGGHMAAFFDALLRHGVGRAV
HSWRDAAPFWELLRGLLSSGGPPLTRMAAEKRGIPLLCAFLVGAGPIREGGVLPKAGAAPESVPAAADAADGKAIGACGP
KGGIGDAAENASADAEAFGLPEALRSLTLPLPERGSPPPPATAAAPPAAPAAAPSAAPSATAAAAAPSSAAAADGAAVPA
AATVRRSATALAPRLDSCRAPKDGSASLLECLALLVEAHHPPPPPPAAPASRHAPAAASAAAAPAAAPPAAPTDVSGTAA
PLPADAAACLTCAPFLRAAASACAGTPAAPEPLGAPLDALARAVRPLCDERTVGEAAVDTSLRVVRELVRGLRHEPERLA
TVYAQLLQRLLDVEDGLLTRRCEAALQRPHGLIGYVVDFIASPSALSSAGSAEPPAAGAGAGAPKQAGFSAAARCYLVIR
LLLEVLGSSATAAAWLDAALSVAEVEAMAKWLKAASNSSMLGRSVGRARLLSFSRRRPYERSTSQQGTLDDLKGFRNLKR
KTLTAKGKAAGGGKEVAG*                                                             
>Ehux_215678                                                                    
MALERVDVDVLMPTPPPLPEGGVQLKLPLSLLGLRGLNNLGQTCFMNCILQILVHCPPVARFFLSDRHNRHVCQMRRRQA
QSDSGGDGPLKPCLGCEMDAIFAACFSGTQAPLSPHTFIHAMWCSSEHFAGYEQHDAHEFLVALLAGIYSAMRQPSCLPP
PPPVPGPPTGWRRPAAAEHLYDLHASWFHCDDASVTPATPKAVRSCKAYLLFYIRKAVS*                    
>Ehux_105327                                                                    



MEEASAEAWGKHLLRDRSVIIDTFQARRPQPAAAQCIGQLKSVLRCSVCGATRTKFDPFMYLSLPMPRVGAGEVLTLERC
LREFMREERLDGDNLWRCFCCNDFRPATKTLSIWKLPSHLVVHLKRFGAVPDISRIDLSHLVGQAATAGDLGQAEAGQAA
VHAAGGGERGGPAQPYELYAVCNHVGSLSGGHYTAMARCASDGRWCERELPW*                           
>Ehux_452900                                                                    
MWDDVAAAAVDPDILSRRVRFVPARRASQPAATSALVRVLNPGVASTGKARSDVRNGDGGALPASQSAPAGPAPLFPPER
LLGMLGWSSVRGAGPGLSNLGQTCFMNAALQALAHLPPLAQLCLSRHHSRGCRVLGWCAYCELEALIVELHGSAARSLAP
TAMAGKLRLIARHFRPDRPQDAHEFLLGLLSRMRSAAAEGKCGGGGAADGVGGAEPKCCSSEVDQLFGGSLVSTLTCGAT
TVERALRNFTASEPVKGDDSFWCAACAAKVEGTRRLRLGDTPHVLVLQLKRFRYDCARGASKLCHAELDLAAVCEGAGLA
PGGGAPLPLTYRLCAVVAHEGRELHVGHFHCLARASSGVWHRFDDDTVRQASARQAVGAEAYLLFYVGVGGGDCGGGVPR
TAVALREDVDGAAWAMGVGGPAGASRAGGASATSRGAGAPPRGALFKEAVGVWEGIGEGEVAARRRAADAAAGAGGAGRK
RRRRYDAYEAEYDRGKMKKPLRQAAAAAAAEEAAQSRGWRHKGAARGRGRGRGRGAR*                      
>Ehux_453347                                                                    
MHGPTPPNRPRGTTDGGKTCAVCEKPSTTRCSKCKEVMYCSVECQRLDWKAGHKQVCCSGTSASALAAKSAAAAALPPPW
EPFKPDPEVEALIDEGAAAPVTGMANVGNTCFLNVVVQCLFHGPLWHYMQRGLPRHKPPAEHEQGCGEPDCVICELNELV
RMYANPGARKWIAPRSVVRKTLSACAGIGVDFGRMHDSHEFAIAGIINRLLNANLRGAPEASGSDEYDCLECQTLQHHLF
GALYASVVTCESCGHQTGRMQRDANGFTLALTGRTPETPETGLRAWVRGAAQRVGERVGVVEGTSESVEELLKFDFEGES
LEDYKCDGCGKKMDEMDGKRIVKR                                                        
>Ehux_466164                                                                    
MWDDVAAAAVDPDILSRRVRFVPARRASQPAATSALVRVLNPGVASTGKARSDVRNGDGGALPASQSAPAGPAPLFPPER
LLGMLGWSSVRGAGPGLSNLGQTCFMNAALQALAHLPPLAQLCLSRHHSRGCRVLGWCAYCELEALIVELHGSAARSLAP
TAMAGKLRLIARHFRPDRPQDAHEFLLGLLSRMRSAAAEGKCGGGGAADGVGGAEPKCCSSEATTVERALRNFTASEPVK
GDDSFWCAACAAKVEGTRRLRLGDTPHVLVLQLKRFRYDCARGGGAPLPLTYRLCAVVAHEGRELHVGHFHCLARASSGV
WHRFDDDTVRQASARQAVGAEAYLLFYVRTPPPARGAAPAFAAEAAAAGGAAGDADSDAGTDVCVWDGAAGGKEVAGGVP
GEGEAGTAEEGGASRAGGASATSRGASVSFLGAGAPPRGALFKEAVGVWEGIGEGEVAARRRAVDAAAGAGGAGRKRRRR
YDAYEAEYDRGKMKKPLRQAAAAAAAEEAAQSRGWRHKGAARGRGRGRGRGAR*                          
>Ehux_69418                                                                     
MVAQPEAGGGLANLGNTCFMNSVLQCLVHTQLLHRYLEKRQHSAKCRRRQGEFCLFCALEDLVQRTFAQGPRSPAFAPRA
IANALPAIAKGFRLGRQEDAHEFLRYVLEKLTKEGSAVVEAARPPGVTGKYTALQSWFSGALRSQIQCCHCGHESNTQDP
FLDLSLELRAVGGRVAPDLDGAMTQFCQEEFLDGANKYKCEACGKLRRARKQFLVERPPRHLSVHLKRFSFGEAGGGSGK
ISAHVAFPATWQLARYSAARTRLGVEQTPPLPYQLYAVVCHDGGSTHSGHYYCYVRA                       
>Ehux_223962                                                                    
MRFDYSRERLLKRSDAAAVSTALDLSFAAHSETAPPPLASPKAATTYSLRAVVWHRGGDASFGHYLADVQRARGAAEYWE
RYDDTAVTRRAAMITPATAVGPHATAVTNGYLFFYVSDGLGL*                                     
>Ehux_466852                                                                    
MNSLVQSLFMTHAFRAGIYSWSSTAAAEADGEAASAAQPAAAIADNVCFELQRLFVALHHSEATSYDPTALTDALSLDTS
VQQDAQEFNKLLLSLIETHLRRSPEPALQSLVQSTFRGESCYRTVCARCERPFASSATRHPLYELELRLKPSGGTALQES
LLEYVCKEELEGVECGHCSSRQNATRNICLASLPPVLSLQLLRF                                    
>Ehux_71305                                                                     
MTGTSSVLHSAKGGRVGLVNVGNTCFMNAALQCLSHTDSLTAYFLRGEWMHEVNDTSRDGSGGAVVREYSALLERLWVGE
ASTHKPAAFKATLSRFAPQFEGYRQHDAQAGSTCPVTPGRLYLPPHPRRRNVTGATQPPTTTPTAHNARAPCPRVRQGQL
KSVLRCSVCGATRTKFDPFMYLSLPMPRVGAGEVLTLERCLREFMREERLDGDNLWRCFCCNDFRPATKTLSIWKLPSHL
VVHLKRFGAVASGPRATAQPRARERQGCR*                                                  
>Ehux_441425                                                                    
MTVIQHDADIVEFGPQPPVATVGQTAGDEMEVDKADAADADADDALTGEFTWVIEGFSKNKQAKLYSPVFQSGQYNWRIL
LFPGGNNVQQLSVYLDVADSATLPQGWTRHAHFTLTVHNQKEPSRNVIKDADHQFNVRACDWGFREFVTLAELKDTSSGF
MVDDKLMVSAKVRVEPQVNWWSWDSKKETGFVGLKNQGATCYMNSLLQSLTHIPYFRKAVYHMPTTDTEDPEASIPLALQ
RIFYKLQYADSSVSTKQLTKSFGWDTYDTFMQHDVQELNRVLVDKLEEKMKDTSVAGTMAHLFRGTFTNYVKCINVQDVS
LRDEVFYDLQIPVKGCKDMYASFDEYVKEETLDGDNQYQSERFGKQDAKKGVAFKALPPVLELHLRRFEYDFSTDQMVKI
NERFEFPTTLDLDRGERKYFTADSDPNVVNKYRLHSVLVHSGGPNGGHYYAFVRPLTSEQWYRFDDERVTKAKEKEAVEA
QFGGTEQQQHPGHTPQWKLPKISNAYMLVYVRESAIPEINVDVSGDDISQHLRRTLEKEQEEKARKKKERLEAHLYTVAR
VATATDLATEIGSDRFFDLVTHDKVHAIRIKKELTLLALKQEIWRLTGALPAQQRLWLWAKRQNHTYRPDRPLQLDCDDH
TAMMDVKEDTTAQQNNKFQQELRLYLEVVGTPPAGPPPADAPVPEDEGYPQLPTNQILLFLKFYEPAGEALSFVGTHIAS
HTDTLTDLLPVLRRAKGLPASQQLCVYEEVEFETSVRFELLSEHRSLKDAELQSGDIIVFQCALPVAAPTSMAVEPAAGA
ASSDVPEHEPLLQIPQFFEHVKNRVVVHVHRLPPQHSHGQGVREKERAMEITMDKRWTYDQVTACVGKALGCDPLHVRLT
MHNPYSDLPKPTPLKYRSVESLQEMLLSFQKTSDILFYETLDMPLPELESKKPLKVSWHTASTEEGRVVNLLLDKESTVA
EALHALAKMVPPEAPGAGEASGASGMDVAGANGAGPRRLRMMEIFNHRIYKIFQDQEEIETINDQYWTIRAEELAPEELS
QGPDDKLIHVRHFYRDTRMNMTHNFGDPFLLMISPDETLASVRKRIQASCG*                            
>Ehux_365014                                                                    
MHGPTPPNRPRGTTDGGKTCAVCEKPSTTRCSKCKEVMYCSVECQRLDWKAGHKQVCCSGTSASALAAKSAAAAALPPPW
EPFKPDPEVEALIDEGAAAPVTGMANVGNTCFLNVVVQCLFHGPLWHYMQRGLPRHKPPAEHEQGCGEPDCVICELNELV
RMYANPGARKWIAPRSVVRKTLSACAGIGVDFGRMHDSHEFAIAGIINRLLNANLRGAPEASGSDEYDCLEYASVVTCES
CGHQTGRMQRDANGFTLALTGRTPETPETGLRAWVRGAAQRVGERVGVVEGTSESVEELLKLQVRRMDEMDGKRIVKRSS



LVDAPRVLTLVIKRFSGGHFGKAGPRALSALSALSPFLPLFADGALWQTEQRPPGRLLLRPAEPLTFGWRDPAQHADPDA
DADADAGASAASSSAALAASSSTDADAPAPPASPQPSASEAAEEAGSGAVSGGEAAASSDERKADGLAAAAAGMSAGGAG
EGGAGEGAGGDEAGSSEPALCHSTSRHRDSSKFEGDEYYKLCIPLPGVSTLVHEQPASMISEKQYTFKSSGHDVDVEWPS
PVDETRAHARFVRSRSELQVFAPLAAE*                                                    
>Ehux_237140                                                                    
MERRSRLSLKAVAALPPAESPAEPLPASPPAAAAAATLLNLGQSCFLNAVLQAVRSVAGLRGDLERALAEGATRGGVTDS
LAALLSAMATAEAERGAPSSAPLSPAVLLQRLRARHSALRPVNVQHCALETLSCLFASLEAEMGRPPAGWGEGLLCHATR
CLTCDNQLAATLRGADKYACGECCALCDANRTTSHVRAAREGGVAEEGGVAEEGGVAGGQAGRGFASYELVSLIVHRGAS
GRGHYADASPLRAGAAHVDGWTLFDDETAEQLSEAEVRARLGCGDAPSILFYCRRDDWISAR*                 
>Ehux_237312                                                                    
MEDLQVIGTIQPSEAPLHLVGFDPGEELLWSASQAGMVYAHLMLSGAPHVAFRSDREMSPAVAVFPHSSGLVTLTYAAAH
FISRGGVELAEVRHESLGVLSAGVMCASGRTPAVALCGAGTADGTEGSGPSLALMDLSTAQLTVQLPLEIVPTVARWEGR
SGLLVLGGGDGLARVFDVRSGVKAVGAAPLFPRGVIHDLDVQDNSLAASALRAQLGPLGHDEYVFDSNLRTADLRQLSRP
GAQLFFAPGMTAPSEVATGAAHRGGQLCALSLSSSGLLVAASDSTGCIDVCAPTEQTQIAVNFSPEPADPLPFLAWGEPP
SALGLLPDPPPYADAPLASDWPAKQLGKRGTRYAEPEVLLATIRSLAPKQHVSFGAVPAIYIPNTVGRLPNTAMPPLSRL
HKPGIARGGGKEHARAADSDGGDEEDRAAEEMELPAEWSRYRRLKVELGQFGLADDFSFEEHNSTPHLCTLDATAAGDGY
VNPLLLLLYLLPWTQSFCLGSLSASQFALSDELGFLFHMMRASAGSCCQPRNFHRALKQSREASALHLVDVVDAPLWSTI
CKFETRFGGDAEPAETRSVQSMVTKLQLPGGGEGGAPPRFVEALGACFCSESTSRAWHAPSKTYRRCTMRKVMMRTPGVL
LLLCDELGGSVMEEWEAAHGEPWLPSAFGLSLPSERQRGVANAAADGGVGGESEGSGLPAEEGGDAATAEPAAEGVDAPA
VRALEAGGGVGDGEQEYELRGLMSFTRSTFVHAKEGSGHLTLSFRVPKLDTPPARTAAAGFESAAPSTAAAATPSVGRDS
AVAPEYTPEAAAAAWDGAAEWFVWNDFALGPAAEEEVRRAHSLWKRPAIAVYTRRSLAVDLTALPLRPAERMAVAADIAP
EYSLLEVPAPAAGSAISAAGFKPSFKPLGLSELPLATGQLVAIDAEFIAVTRRGKRGANVVVKPARLALARVSCVRGQGP
HHGEAFVDSYIAQAEPVVDYLTRFSGLRPGDLDPSVSPHHITTMKAAYLKLRQLVDAGCVFVGHGLKKDFEMINMRVPPE
QVLDTVELFWAPGKRRISLRFLAFHMCEIHMSNRLHDTHDSIEDARTALQIYDKYVELRAQGQAVLDAAIDELYRVGREM
SWEFSL*                                                                         
>Ehux_237887                                                                    
MALLLTVASAASAPYAGLRNQGNTCYMNSLLQSLCHIPEFAPVALEMKRLLYRLGRAPALGMDAVGTERLTTSLGMGPRD
VLEQQDAQEFWHTLHAALVASGELATEGQPRGRGAASEMPQNHGGTVSCVPAPPPTPFARVFEGRTQSYVRCTKVPFTSE
REGRFCDLQLQVAGCASLHASLRQYVAEETLQGEYNTRDERFGRQPAGTVRRGCAFRSLPAVLAHHRERMPQPPRCSNKG
RTASFKACFGPAIGAMQKLQGSFSFPTTLRLRRYMAKGARGGGGPPPVYELRAVLSHAGGFGSGHYISFVRPLGGGGGWY
RFDDTRVERVAESAAVREQYGGDHAPRGGGLFGLGGPSPSAYMLTYNRFGH*                            
>Ehux_238443                                                                    
MHGPTPPNRPRGTSDGGKTCAVCEKPSTTRCSKCKEVMYCSVECQRLDWKAGHKQVCCSGTSASALAAKSAAAAALPPPW
EPFKPDPEVEALIDEGAAAPVTGMANVGNTCFLNVVVQCLFHGPLWHYMQRGLPRHKPPAEHEQGCGEPDCVICELNELV
RMYANPGARKWIAPRSVVRKTLSACAGIGVDFGRMHDSHEFAIAGIINRLLNANLRGAPEASGSDEYDCLECQTLQHHLF
GALRAPLREKMSRGRRDGAG*                                                           
>Ehux_444316                                                                    
MGKSKWSHFPLNYTVAGSYQSEGSMDDSGGFVRQGRPRCKGVAEPSPAPAGDATVRALIEMGYDEGGVLRAVASLSDKSN
VEAAVVELERIAGDGVQSLKAVPYIGLQNQGTTCYLNSLCQCLNKTPELRGGLIALCSTPDTARPVCAALSSLFSSLSSA
SQAVGAEGLSRALTTAVVGGNAFGYEDVQEFWQVLLDKLEAELKSTPQADLLIFRDP*                      
>Ehux_241818                                                                    
MVAQPEAGGGLANLGNTCFMNSVLQCLVHTQLLHRYLEKRQHSAKCRRRQGEFCLFCALEDLVQRTFAQGPRSPAFAPRA
IANALPAIAKGFRLGRQEDAHEFLRYVLEKLTKEGSAVVEAARPPGVTGKYTALQSWFSGALRSQIQCCHCGHESNTQDP
FLDLSLELRAVGGRVAPDLDGAMTQFCQEEFLDGANKYKCEACGKLRRARKQFLVERPPRHLSVHLKRFSFGEAGGGSGK
ISAHVAFPATWQLARYSAARTRLGVEQTPPLPYQLYAVVCHDGGSTHSGHYYCYVKLVREADVLRAPAYLLFYLLPQQHH
EAAIAHWRDPRPAAASSARTYRARPRLPSAPRRPWAVR*                                         
>Ehux_117663                                                                    
MLAAAPTDETPMLTFIVTKPGQRLSVTLPQDATLLALHEAVATEADLVPGTFELCESARDDGTEVAHRLDDTGAYTTTLL
QASFRHKQRLLLRGVDGCTPVPQSDSRSSAAAQALGTVALWNSSQSSPIAGLSQGLAALGSGAGCTAPPNAEGFVGLVNQ
GATCYLSSLLQSLYMTPEFRRIVYQWRPRGEPTAAGEGERGEDSSAAGSSSITAQLQRLFVAMQDGQATNASLAEAEAAA
GAADAGAAGEGKLRAGGCGSVRAIDTRELTQSFGWGAADSFTQHDVQELLRVLFDALEAELVGTAQEGALAELYGGEWEE
FVQCRACLRESARASAFHELSLPVKLDSLGGCLDVRCSRREDTRGCLDHLLEPEELSGDNAYHCDHCGGKRDALKGCRLC
RLPPILTVSLKRFDFDLATLRRVKIDHLVRLPHALRPARYLDATAPPRKRKLSENSSGAPSGAASPEAGAEAGAEAEAGH
YFAYVRNLERRSWLRFDDSTVTPLDEADLAAATTDDAIAHRGGFGASAYMCLYRRVPDSGDDTFPSVPPQLREFLAALPP
PQTVVAAAPQTGAERGVRIRAAAGLAPVSPLEEVGGGAGEEADAPMITASAEVTGTVHEEEVV*                
>Ehux_247588                                                                    
MVAPAGGLSRERVIRALEDNGHSLPSALAALRAQFAAQAAGVGACSLLGVPATTYSLRAVVWHRGGDASFGHYLADVQRA
RGAAEYWERYDDTAVTRRAAMITPATAVGPHATAVTNGYLFFYVSDGLGL*                             
>Ehux_459923                                                                    
MGNTPSRKALDKAIGALPESEHYFGLENFGNTCYCNSVLQALYYCGPFRQRCLEHHAVAASSGEDDLLACLCDLFRAISS
QKRRCGVHAPRRFVAKLRGVNELFNNQMHQDAHEFLNYLLNESAELLEKRQKREAMRQKDGAAGEAGGAARGGAEAGGTS
EGGGGPSAAAEGGEVVRPGGADGEAGGAAAGGDEDEGKEGEGGAYVPKTWVHSIFEGVLTSETRCMCCEALTTRDERFLD



LSLEIEQNSSVSACMRNFSSSEPLRGDNKFFCDTCCSLQEAKRCMRVKRLPNVLALHLKRFKYVEQLQRFKKLSYRIAFP
LELKLTNTAETAAEPDRKYSLFAVVVHVGAGPSHGHYICLVRSHKHWLLFDDDTVDLVEEGSLQSCFGSALESAGSTETG
YILFYQADDAWSAAPSEEGEASPSAAASPATSPGQKSNSSPSSPSSIPRWQGASTAASASRGVPSCTAKH*         
>Ehux_121501                                                                    
MPSPSVASATPSATLRPFFLEVKLKSGEGLINPDAGASGSLVGLLLARPDAGEPVRLYVALSPPAQQRKRGAPTCALVRD
FAIGGHDGATLEFASGRSRLMVQHQLCVPLSERNCLPSACRDWTDRFNAAGVNDRFVYPAAVTVQAAADAMARAAAARAK
SASGGHRPSNSLLSSGSGGPRLSAPASSTPFKAAARGGGGGGSMARWPSPGGGGGGGASRGCPSCHKCSPRQRARLGIVG
SPACGVAAAAAPPRAAGGRAGHGSRMMAAAAGAARSGGGAAAAPLPQLHQRKIEATGEYSVTRRPGVGFARFPDRRPEMG
GGGGGGGGGGGVGGGGRRAAVVHSGFRNLGNTCYMSAVLAAVTALPCFVDDLLEDAVMERLGRCLPEASVYRAFREVARQ
VCGLQPKAAGGGGGGSSSGSGGGGGGGGGGGGGGGGGGGGGGGGGAPPTRTFTSGERGARMQLALPWPTEAVAAAAAADG
FARVAFSDGAGAALTAWGVEAFVGGVSEALPSLRWGGVFEALDQPTWATNGPGADGFALLVALHRRACSGPLPAGALLGG
WTHSGAQLRLLAHAVGAAADAVAWGDAAAPLVSPAPDGTSKPGIAPWLSLRLTESLLHLSASGYHAEARALFAAPLSAAP
QLLLAALLTHSGARAGAADEAPLQRELLDGLFPLFLGGDSPGSAALLQRLWEAQPYAVMRGMAALHRAQPQSILRLLDLA
TSFNALEKVLTLGAYSFTIDLAACAQRKELIDFEPWLHSCLRRDPEHAFVRACASYLREKLLPGSATNLARAAATSN   
>Ehux_123058                                                                    
MGLVRGLRSRAGYETPGETVAVADLVTKLDGLAVDDEEPPSSIPAPPVRGLKNLGNTCFLNSVLQNLMAAEPLRVFLLQE
PSAGEGPATVALRNWSRQMHDGRESTVLQAVSRKHKRYSGRAQQDAQELWGYQRCDEQHPPPLPDETEWLGDMPWPRGVS
PDGGFFRLCGAFCAFIYNLPCAGKTPRCLWYSFMLGALPVATSTLLSITILHVQTASEGALSGTASLHGARRTFATLCIA
VLLTGAAAKRLEYQFQLEVPLSGVRFHMRHALQRRLLRLHAEVDPDRRSRSVKNTAARLTPGTSAQLLDPLTAIAVNSVW
GFVFEIPRLAGSLLASVCAGVVTRHNFGLAVPCLYVGSALLAWLLVCVVFFLHKAPRQELAHLKAMWNLRYGSLAAEQAA
AVMRTSDGKEADVDAMVDTYAKAAFVFRRRAFHDKFMSMVYLDHVAAVQFASFGIAFVALAVLAMDPASGVDEDVFAAGS
ALLLSATQQASHLATRLDSLIYGHVALAQLADVLNAS*                                          
>Gthe_99131                                                                     
MKIQIACLTNKALAALQLEKYKEAFACCSLALEMEPTNFKALYRRAFAWRGLGSLQDARDDLVSALQVQPSNEDASSALQ
AITAEMEQQESSMNVNAANSENVNMEGGQEEENLSTSSLCSSISSARKIKHKIAGLRNEGATCYLNAVLQTLFHLPALRK
AVYRIPTVEPQGGDLPSVSLALQRLFWNLQKSPAPQSTTELLVSFGWDSADSLMQQDISDFCHMLFDIVEEGMKNSTVEG
EITKLLGVKVQYTDSVESVGWSKQREDVSMVTLLHGIRESRNVLKSLELLTKPEIIEGYDTEVHGKQTVHRTLRFKELPP
ILLLNINRIEFCPIAFEPIKINDRFEFPAELDMSQFTVKEEGTESSCAIYSLCSVIVHMGSANMGHYVAYCRPAGEQGKW
FCFDDDHVTEVAEDEAIENNFGNDNSPSLPAGGIYMRSVLQKMRSAYMLCYIRTDCFDQVMNTTGLEEEVPQHVKEGTAA
AVGFSLPISITVLTPDGEFSRFGEEEEDAGEEELETIEGGDVPVNDTLAGERRRRVVRGQPINLTISSPESKTVAHILND
MVLAADSSGNPIQPPSVQEFLGGEVEQVPLAADANAMADEGKEGEARKNSSEIAPLEAPSLKLCLTSVRNHMIQCIYPEE
ERASEVDVSFLLRAEWYDDQPQANKVHVMHFEVDPSSEGDAELMGATRRVVEKAAAGGELAYRRFGDPCVFTLYQQETVR
SARRRIASLLRLPDENFEIAWVTWGRDPVFMINEDDPILPDERILAQHWLGVLHRDGGEGPEAQDFWAATASLVQGGKTT
QAGVKMRAG*                                                                      
>Gthe_63537                                                                     
MAGKVVKRAFWENSFLDRSSLSDTLVLNLKRFTVQSQGGGNVKINDFLSFPQVIDLAPITRPVSETRSLDAPAPSSTSDD
PLLYGLVGIIVHKGEATHGHYYSLVKHATGVWYKVDDEKVGIFEESQIAEECFGGVNIKTKSYRVEKKPKNYNAFVLFYR
RMQ                                                                             
>Gthe_132807                                                                    
METIFNGLIESDHPLQVKLDLFEKLILATKRLTEGDAKVLTAFVRKWEVLTCSPDSILTVLKLLDVMALVLQEDRPPLEP
LAVLGHVLVASARLDSLIDEALAEGWRPGETKSSRRGEAIVRFTRVLLSALSSHRPAPTSFLLFPPPPLLEEDWPDLPAH
LVREVRAQGFACECAYSDVRLLSPAGAAAGLCLVRALEFLRSLWDHPSAGQSFLAYSMEQTMSYYMSSSENPSASLSIVL
SLCPQVPPVSLPLPPALLLVTACPQGLVDKAVGHFSSLACDQSHFSAALRRLLSLPLSPPLARWVGAIFIGSYKRGWGQV
VFEAVSSFSSQLVSALKDPAACSSSLDVLAAALLGDGATFDGFHELFDRLARELEGLGVALVGLDLPRRQRKGVTRVHAS
VRRTSTDAPSGLYMMVTNTMPSEEQEETRSSRDLNSLPSRHAKTQTIHVNSLNEVSIFGEINDMSYKCFSFPARPLLVGD
YQEEREHRKWEQPPPTPPSSLSPGLQQLLGEFRTWREKDEKGGRGSRTRVRGCAVVVEGMSRVHSREKELRSFLDRHGVT
VTDEDVAAVLQRTALVYGREEECESTSGGGTRGVPAACGTLRGIANIGNSCYMSAFLQVLFHALDFRSHLLSSRAARVGQ
QLGGEADKHAAAVTRNVRQVFQELASSKAAFVNPETLLRTLEGRFTRGEQHDSW*                         
>Gthe_100752                                                                    
MPGVDGDKSKEEIIASVGIKREEPDDRDGDEEKVKVKLERAGDDYDVDDFDENRLDEVLGDDDNKEAIGIAPRRPQPPQR
FCPYLDSINRHILDFDFEKVCSISNSHLNVYVCLVCGKYFQGRARGSPVYFHSLEHNHHVFMKLESGRVYCIPDNYEVLD
SSLADIKHNLNPTYTSEHVKSLDIDVKYSRGIDGTEFIPGTVGLNNLKNTAYLNVIIQALSCVTELRNFFLLPENYKHFK
SPLVQRFGELLRKMWNPSAFKGQVSPHELFQAISVESNRKYRSDVHSDPAEFLNWFLNSLHRGLGGSNKRNSSVIHKVFQ
GLVRFQEVRVESKKAKIKKADENERMVMDDMDDDEPWDVQTTPFLQLTLDLPPTPLYADERDKNIIPQVPLLTILHKFDG
VYEQNVRGVLKRFRLLELPRYLILNIKRFNMNTQFEMEKNPTIVSFPIKNLDLREFIDIPEGQNVVTRYDLVANICHEGL
VTKATGTNEVHDKGIAMKEGVFRTQCLNKAQDQWFLMDDLHIQEILPQVVSISEAYIQIYERSDLTAARNAQKPVNVKAE
VKMEVSVMWRV*                                                                    
>Gthe_133087                                                                    
MADLLQDWMTSETWKDVALLALLGPFDSEQAYEASLRLINLYRLQKASKKSSIAPPKCFTCDEGPLRTLFLSLHKVYIGC
LEAGHMKEFAEANKAHIAVDVARGELFCFACKNYSSGSNGEKSKDQQEGAPQAESSKTDSHLAHKEATGRAQDLLLPRRR
VWIPSDYEASTPLGPEPRLMSLQVDLLKEHARSSSSSQGVAGLKGFHNALVHNPGVRDYFLGDYHNRFRCLKKREGEGRQ
EQVCMGCEMDRLLNDFFQCGKSAYTPHQFLYNMWRSSQHLAGYEQQDAHECFISVLDALHNSCANDVTGEQGAMQNLFRG



RMRSDVTCMCCKTSSITRDPFLDISLELRTLSPIKAPSENGSLCPLVQGMFNGADADSSSGHGDSSSSSAGDKRPADLIS
DESGDTVSLSECLEWFTRVEQLDAQSYRCESCKGYQPGIKQLSIEQLAPSLCIQIKRFESQRGGAGGQQSFKVDTHVTFP
LRLNMSPYMSKQVFRGSEEKAKEEEKGKAEAETESCVYHLYAEGSR*                                 
>Gthe_51654                                                                     
YLCEAANRKVDAVKRICIKELPNTLILHLKRFEFDLDFMKKVKVNDCCEFPLTLEMDPYTIQGIERREKMEGDDESLYDL
VGVLVHTGTADSGHYYSYIKERKPVSLDGDNDSAKWYLFNDTNVELFDEKDIGPACYGGSECIQQLDPMDSSRSHTKLVS
RTYSAYMLFYEK                                                                    
>Gthe_53225                                                                     
GYVGLRNLGATCYMNSLIQQLFYVPEFRRNLLQVDTNTGQFNGLMYQLQCLFSFLQESDKQFYDTWEFCQVFTDYDGQPL
NITQQMDVDEYLNMLFEKMEESLKKTPQKNLLRDCFGGKIVHQIICKENVKVGDIEYGGDNPYKSEREESFYTLQLEVKH
KRSILESLNLYVEG                                                                  
>Gthe_161377                                                                    
MGTTGSKLEKSLPSSFPDNERIFGLENFGNTCYCNSVLQALYFCLPFREAVLDWARACVNSKVRNDEDSMLVSVAETFLH
ISSNKKKFGVYGPKKLIQVLRKNNEAFRGYQHQDAHEFMNYLLNQITEELHMEAKELAPHSVDRTPEMPKTWVQNIFEGT
LTNETRCLNCETVTNRDEAFLDLSLEIEENSSITSCLRNFSGIETLNKQDKFYCEKCCSLQEAHKSIRVKRTPNILALHL
KRFKYVESVGRLKKLSHRVVFPVELKLNNTTDAAADEDAFFNLFAVVVHVGSGMNHGHYVCLIKIHEQWFHFDDDTVEGV
DDSHLHSVFGSAQEGGGNYSGYILFYQKVTA*                                                
>Gthe_103274                                                                    
MTGPNATNASSPPTVIDIFVKWKLETLELSVNLDYPVDVLKSQLYTMTNVKPDAQHLLGVYTPGAGADLKDLDLKPGQTL
IMYGEPSRVKEEDDLDVEMGAEKRIPANTYKSFIHKTALGDPLAEMIDKMSIEEIMGDGKDARTDVKMTTLEQNEISVAM
KDAFTSQISVPHETPLTLPKELWSKRLQDFTDEDRVLLRNWMNLTRNWRIATKEYAARAEEMKRNAKIDKERNAQVAREY
EENKGKEVEFDEDDDSAEDDYLDDEVPSEQRLLYEMCAWGWKMSARTPIGLENLGNTCYMASALQMFRCVPELLKAICNF
EPMQESRSHALSQNLIEAMKLLFMELTERKESVSPLTMVHHLRNYAPQFAEVGMMGPAQQDAEECLSTMLQALIGQFPGK
KNKCLIRELFQIGLKKKIQNSDPNIPEESVIKETTMRLPLIIDAKTNTIHDSIQKTFSYEIQKHSTATGVDATYNVSTEI
TELPPYLFVHFVRFFWRNDTQKKAKICRDVHFPVILDLLPYCSPELKNPIARSLAEQKASYLQSHPIWGDGEVDENERKW
AELEQEEIQNEIAEAERLKNEEDDDQFGYGDEMEDEIPANSTSANTNTNNKTSSQGDRLEGCSSRPLSSIYELRAVLTHQ
GRFADAGHYIAWIKTGIMERASPRSALQPMWLKFDDEKVMVQDPVPADQLPTDLIAS*                      
>Gthe_66749                                                                     
MAETSEEEQTSDAEAESLPETSLQGPESTGHPDIYKVVWKVPEFSRRNGKVHSPLFEISGVPWSILMFPVGINKQFTSLF
LDSKFMKGRKDPYRVNACFEFTIENRDPVWSETKQAQHVFQYDDADWGFHTFVKYNIVMDQSAGFLVDNVLTVILIVRVL
RDHEGREYNSSKDPILWLHDPKVETGFVGLKNQGATCYMNSLLQSLFHIPALQRAVYKMPTEQETANKRPRHSSHPAIVS
RSDSSSSSTDSVALALQRVFYNLQHSKKSVGTKALTKSFGWDALDAFTQHDVQELDRVLCDNLEEKMKGTIVDGEVPRLF
RGKLQNFVKCINVDFSSLREEEFYDLSLNVKGCKNIEESLMKYVEVEKLDGENKYMADGHGLQDAEKGCAFLSLPPVLHL
HLKRFEYDPVRDANVKINDKFEFGSVLDLSQYMQGKAKSSLSYLLHSVLVHSGDVHGGHYFAYIRPDCKSKWLKFNDERV
SVVSAEEAIQNNFGGEDESDGDSAFSPSANRGRSSSRRTSNAYMLVYVRESAVDEVLRPLTHDDIPDHLRQRFRL     
>Gthe_47981                                                                     
GLVGLQNLGNTCFLNACIQCLAAVPPFRDFFLSNHHIFRLDTGSSMRGTLALSFGELLHKIWQGEPYSSVSAAILKDRVS
KFAPQFTGCRQHDSQEFLRFLLDGLHEDLKTSDNDEMRQFMEVRMAHDQVASKYNESMPAMEMYCLDNLSCVTAAFGGQL
VSQIECRTCSHQSRCYDPFLDISLPIPSPSQFKEGQEQAHRPRCHLTDCFNLFTEKEVLEGENMYSCPNCNSRSCATKQL
KFVSLPPILVLHIKRFSYTEVSREKLVTSLEFPKAGLDLSPFAVETGSGEREYPPIYDLKSVALHVGGMAGGHYHA    
>Gthe_68514                                                                     
MQDSQSPELEQALRNEDVTSLQLPSIHLRPEQSFGTREYGNVWGASHGEALEKNGEISAKDLGKGLDNPKGEYNCFLNVI
IQSLWQLESFREALLTNSELSLRPDDESEAAAFLRSLAKVFSSLSGSKSGVDVNLFVVDPTECRKALSSIFMSRKRSQVH
EMADASEALNDILETLQLFFEQSGKTDSSDASSNIVLGSFGLKVKEGLRCSTCGYKMQEQSYTRFFHYVPPKLLADVHQQ
LRDQKLSPEDLLREAYARDTRTCPGCKEGNAMFECSQALFSCPDIFSLVLVWETTSATPDDISLLFHQLPLVLDLSLVYS
GVPSGSKYRLRCMVCFYGQHYVLLSYKPRVKQWVQYDDSSVKRVGDWKEVVERCRLGRFQPNVLFYERCT*         
>Gthe_106044                                                                    
MCQTQTTPRALVGLSNLGNTCFMNSVLQCLVNTAPLSAYFVADEYSGELNRSSKSWQLVDDYASLAKDMWRTAGNTHTSI
NPSALKMQISRWARQFSGYEQHDSQELLRFLLDGLQEGLMRPKREPPWPYDDKDFEKRAIAEQSRRMWENYLARNNSQIT
DIFCGQLRSRVTCATCKRESNCYDPFMDLSLPIPKKFQGLSKWRSSAQECKLQDCLEQFVDEEKLEGNEMYYCSRCKKHQ
VAIKEMKIFRCPLVLVLHLKRFDKRSSSRSKLNASVRFPTASLELAPYMSSDSPDLSTSTFDLYGETSLYENEEDDGRFQ
GFRNIQALWTEGIISLIVEISMTVCGTASTTRT*                                              
>Gthe_137129                                                                    
MSNVNVNFFGGHANHFPIKISSHTSEESFEIVCRHEKNSIAKESSISIAKESSIPFLNISIGTPPSSSSPSSKENDNSPG
KHLDPLLKNLTDSNIMEDVKLWTKPLTDSLSEATESMHSSWIKITSPNSLVKVAEPRRSMVELETYTTEASSPLSDYLLS
PQGGAVGLKNLGNTCFLNAVVQCLAHVLPFVEDMLFNLEQPERAQEDEGGQGSASDNQELVASFKVLLGHVWSGSRRDFL
EPGTLLKVLKSDKRSAVLFNHKQQDAHECLCILLDVLHQDTNGLLHGEEGGRHHPLRPSLEAQAEAAHEEWVDVTHEQAS
SPDKSPREEESLTQIHSVVSKHMGGRYTSEVRCMSCGFSTKITLEECMQLLETEETGLPWTCERCKARNASKRLHVASFP
SVLVLHLERFGFRGGQDGSAAIFHLLAWTEHLGAEESSGHYVACAVHPDGVFRR*                         
>Gthe_106739                                                                    
MSGGRLRLKRRGEEKPCRDEKRQASEATPACCSFAARETLPPIGLLNAGNTCYVNVIVQMLRHVRPLRRLLLGMSPEDMK
SSVLLALQQQLRDMDEAATAMAPTQVLASLQTEYGISGGAQQDAHELFLHFLDDLPQRTCFGLCQSTLHAAKNASWCPPN



RRKVEVLGGADKYACPRCNTMVEAARWTSFSPPYPPYLMIHLTQPGLATNIQTTLSHEVLIGSERQDPTRRYELLAVILR
SHLSEALGHYTVICRSSSGWNHFDDSNVSALCGLHVQKFLQPMERSRDSFTAYMLLYGALDGKEGEQLTP*         
>Gthe_106951                                                                    
MPAAALETDSASDDENLEIPLSRDEQRARWESVQKEHEAKEHRVGDVWYVISQRWMDTFNGYMNGMVDDAPTEIMNYDIL
LDGVSREGKNSWRHSEDMEQEYQKRNSTCSRYRLEWLVLAVTVIFKSWFGGSHWIKRQLVLKDNVVEVEAYPIQLWVERR
RGDSCEVHALLISCNSTIARLQETVGMVLKMSGRPEVEVRKRDGSVVHLPKETHVKLQDLNVSDFDTLFVKEFDDDDDDD
DDDDITMGNSISTTQEGIRSSELLDTSLTPQDAAGYIYGPSPRPCSPPVSAFCTELSAAEGDEPMGSEREHDATPQDRPA
ILPGRGLVGLSNLGNTCFMNSALQCLSNTAALTNYFLGPTWKDDLNPTNPLGNGGAIAEAYASLVEQMWSASSTMAVSPR
HVKQVIGRCAPQFAGFLQHDSQELLGFLLDALHEDLNRIRSKPLIEMPTGDGTNDREVSELYRSELECPCGNVSVSFDPY
NCVTLELPQAGVTDFVLTLMAHHLNNAEKPIKVSFSLPRSAVISDLKREVASFMYTTSSIVNVKVLLRKSKKLMSFTPMF
PSRVDTTVFGIPFFLSVSPQHEGVVSLRHKVYRAIWRYFKSDLMEQVKELDRRGDVSLGDWEEKIPDLQQAIVMRRVRTY
YDEGQEILDDHDMGLLEDGCLISIDWTEEGVEKVLNATETEEVEVHESVDNLVSSKENKSGKQITLQDCLTKFTSTETLS
EHDMWYCSRCKEARRARKTMSLWSVPNFVIFHLKRFSEDESYGGREKIETCVQFPLEDLDLSPYVRSLQRPGDAEDNPYL
YDLYAVINHYGDAGFGHYTAFALSPGNDQWYLFDDSRVTKAAKESVCSQAAYVLFYRLREPYEALE*             
>Gthe_108979                                                                    
MAEEEALSMAIQASMAEYIAKKDIPSHNNFDRTKFSLGTEEDDLRAALELSEQGNEKSADVDLTSDDSSVEDNVDEGADS
ESEDVDFESRCNLIDSEFRLHAIVSHCGQSASSGHYVSDIFDHEHKQWNRYDDAMVSSLGDALRAQRSDWRTGGYLLVYI
HTSCYKNANKDS*                                                                   
>Gthe_109254                                                                    
MGNTCYFNSVMQSLIRTRPLLARLLQLDPSSCSPLADGSMPLHEALLDFLRAAGAAGGKEVMKPGELFGEIVRQCPRFKG
CRQHDALELLWTIIDLLRAEQRTMNKSEEAKEEGGASGDMKGKKKKTLIEDVFGGRSRSSILCRNCKFESVVMEPFVDLS
LPLPERLLSRTEGPKSEASQAAVDARSRKQKREAGKKEKQQVQKKQGGGEEAEEAKQGKGGKKVNKVSKKEKQLQKQKKR
EEIKQDDEEKEEDEEGNKEEEASGHLDEEAMAQRRNEDEQQSTDGTERPHDEEEAVADKGLEDNKEEEEEEEEEEDKKGK
KRGKQKDKGKGKKSRDGMQANRGKKEKEEKHEEEDTTAEPATLSSTPGGNEKLSTLETCLSEYFKVIKRREMTVGAIRAA
AAAAAAAVDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDDIETLDGENMYACEKCSEKLQEKGRKSIESARRMKELN
DEEDEDEDEDEEPTGGSFGAEMHCPAYKQVGDHIDFALSLDMSSFCHQDSPALQQADKPIYRLYAIVEHHGSMTSGHYVA
YVRAGRAGGGAEEEEEEEEEEGQVPWYHISDASVKQVTEAKVMTCQAYILFYQRCNKSRIGDQT*               
>Gthe_109734                                                                    
MQAWNEVKEVNEEILTKIRKHLSSLKVPGHGDRVRKVECIYSFDTPESPDGLFVSLSNYQGFGSSFVDLDFARSDFPLYL
NMRWKKIPKEPKEAKDAEAPTKMAIGVEGGFQVDEEQFEYEKTNFLALLPERILIPLPNQELPELISMVVDGILKASDLT
EDEAQVMAWEDKRQVSKYADSLVQVNNGKKISPDPKTWKCEESGMTENLWLNLSDGHIGSGRAQMDATGQMTGGTGAALN
HYYEQKRLGNEFPLVVKLGTITAKGADVYSYAADEDDMVEDPKLAQHLSHWGINMMQMEKTEKTIAEMEIDMNNKFDFDK
ICESGKQLQTLSGPGFVGLKNLGNSCYVNSVVQVLFSLPDFQERFYKKAPEIFQSTSSSASADDILVQTAKLGTGLLSEK
YSKPVEGSEGAFVNPQMFKFLVGKGHPEFSTGNQQDAFEYYQHLLEKLELGERAKKGSEPLISKFFEFEIEERLQCKQSG
KVKYTQAKEKQLSLLIPLDAATNKDEVQSYEERNAKRQKNEISEADKEEPVKANIPFDACVSSYMKEVIVEDYLSPATGS
KGSATKSTRIKRFPKYLCIHMRRYVLGEDWRPKKLDAMITLPETLDLESLRSKGHQPGEELLPEDATSSAAAAGPVPDEA
IVRQLVDMGFGENGCKRAALATNNTSAEAAMEWVLQHMGDPDFNDPIAAPSAQAQSGAAVDPDAVEMLCSMGFAKHHAER
ALRETGGDIQRASDWLLSRVDQLDAMDVEEASQPPPTDSNVDYQPQYDLVGFISHIGSNTACGHYVCHIKKDGKWTIFND
RKVALSEDPPISMGYMYIYQSKGPK*                                                      
>Gthe_163698                                                                    
MSRWEKNGQTTLLKAATNRQMPEDVSGHQASRLEKRIVLASAQKDKGNAFFKAEKFEEAAEAYIKAYKLLNAVEVDEEHE
AEIRTIAVQSLTNLALVYHRLGKYQDAVRACGEVLELDPQNEKALFRRGSSLKELGNFDEAQKDIKAVLSLNGKNQEAIR
LQKECVRARKEHPPSSSEETVSRAFEGMFSKQSLIKSEHTPYAGLRNEGATCYLNSVLQIIFHLPAIRRVIFQIPTSPSD
RPEATNKAGVMLALQRLLYQMEVDAKEEKPSSVTEAPARQLIASFGWDSSDTLTQQVRLYGESALSECSYQDVGEFVNIF
LETIEENMKNTPVKGEITRLCGLEHRYFDRIHKPSPDSAKWLKTRDEPPHWASSSDTSNDKKNIREASQSISPEVANNAT
EAALQVLLKEQEQGQEQGHEQEQGQKNYKEESVTEPLMIHHIRECHNISEALKANELEAKIAEMEKSENVGYGIQQIERS
LLFKRAPPILIVNLQRVQFSPTLGFAEKINSRFEFPEELDLTEFMDKSEPVDPTGPANYILHSVVVHSGYSQGGHYYAFI
RPDLGRKGGERKEAGGVQWQAGARVGSGGGGGREKEEGEKEKGRKEEVRPVSQDDAMSANFGGDTPSVYSMGRPMASMRS
RRSELARFDGDDEQSSAYMLVYLKSSCLPALMDTEKMEIPRHVMANKSEMTSLPSSVPVLLPDGYGVAGQRDGKSRSQEE
NGTSRSKSERRSGSLRGALVQVPVANIEECTVGKFIELVQSKCKSMECPLEPPPVRDFLGGIFPRGSGRESASRDLNYKP
ELRLCLTQLKDHEIVNVFGEKTMLSSINSTYLLRLEWYDANPDVLNVPVFHHVQTASMIKPTGDPCLVPVFKNDKFEDVM
LRVAQRSGLHVEKDWQMYWNGREQELQRISRGELMLTDDLAPRDPRLVILHDQPFDSPSSQDFFSFMSYGLTQEKGIRIG
QSGR*                                                                           
>Gthe_153256                                                                    
MGINFKIHISSESMGMSNVKQEVDWMIHSPISGDSLEDCLTDYTRTESGLQVGDKHDGTQRTLVESCGEYLLICLKRFSF
QQSSKSFTKERRSVAVPHTFNLSTVLEDGRSEAYELIGAIVHIGRGLESGHYVAYSRVDGAWLEMNDEVVKVVQQSELDK
TLEEQAYILLYRHAVAQEDSNE*                                                         
>Gthe_45430                                                                     
VQCPSCKHTSSTIEPTVYLSLDLSPPGVVSLEDALEDFCRVETLDAENKWECEKCKKKELPRILIVHLKRFSYNAQGSRK
KIQKQISFPKLFDLAKFVDNSDPSSPRPRNTLYSLYAVISHEGQSLTNGHYISYCKSSAGWMEFDDDSV           
>Gthe_141476                                                                    
MENCGNSCYIDSVIFAMFHDGMNESYDGILVQDLKDDKTSAVQRILRDVVVTQLRRREAVKAPDMSKLRLALNLCGWEGF



AVGSGGNEDVRRLVEMGFSHQHAVLSLIANDGKVDSAISQLLSRDPGMDTEIDKSIMSKYRQQDALEFLQFFLDLLKAPR
IPFSQRILKNMGGSAPAAKSSTDMKYVTDRAVLLNLVQQPKNLFATSRNAVRLEDLLRRHFYDDQIEVAGASSQSKSVLK
VLKLSPFYTNDCEIDGCTYNGEASLFPNFIIPIVLLRYGYNSSASKNSCPVAFPETLDVSRYIDKDSSLPLPEYMLVLRS
LVLHVGDRANEGHYVSIGR*                                                            
>Gthe_113193                                                                    
MAALSTKSLTNSFGWTSADTFEQQDVQEFFHVLLNTMEEDERQNTNLSSREGAWIKLHDLFQGEVVNFVRCEEIGYESKT
SSSFVDISLNLNGNSNIFDALKQYHEVVHLTGDNRLKCEDGVLRDAEFFTVKGSFFSQLPQVLLLHLQRFVWDWETDTRI
KGGHYFAYIRVKDGWFEFNDADIKEVSQQTVLSTCGCDAGVGAVKRLKAATAYMLVYGREDARDENDVKVPEMVRERIDL
ENSKLKEAKLAEEEKKNTVFCTVRGKVKGIDIDRKVQLSKKMSLRTTSTTIARDVLADTANIFDNMESLQETVRLRRWDE
AALVPQLHIPWTFDESDDLANKALMEMMEGGANVEFFLEEKPANAEFPPISLPPRGLTIRVCKLQETTKQPSESVFLSID
KESSCLQLANDVEAFVGVPTASQEWLVVADDNVVQSFPSALADKTLRDINVVHGTTIYLGQTDSHLQGNQHKQMVEDMFF
TTSVKVQWENGVGATEETIFALDVRWTVKQLKEQLSARIEKSQQSFHLLLPDGKALAEEEKKLKDCEISAGEALRVVDGT
SSVCNHIRFEVFQMSLSDCSQAYKGLVDFPRSAQTSSLRDKVAHMLNIPTAQVCMRRDTGGSLSSILLDEHKLERLPASN
RLIVHVQEEKLSEDKSTDVLFVYVRRLETDAGDHGSDGSKAWKGRLSPCCHVPIHKSWSIEQAAARLVQVFSLSCPPRDL
AIIRVPWGTPMDALSVAKLAWRASEGQVLDMAAGVGENIREGSLLFIRDPKEWLPALSQQDTKERGVSIAKLNQQPPISP
PPPPPPPP*                                                                       
>Gthe_52087                                                                     
PKVPYGGLKNLGATCYMNSMLQCLYFNKEFRRNIMGLSQDEFPESVRSCLPLQELQKLFANLEISCARSFDTTPFAKSLR
LDCSVQQDAQEFLKLLLSFLEQTLAQSSVPEEAKAFIQDDFRGTYSYCTKCSVCGYTSRPEVSFYDLDLKVQGISTLEES
LDDFIKKEDLDGENMYQCQHCNIKVKAQRGIELISLPRVLNLQLLRFVYDIKSGNRRKVSSQISFPKVLDLSNWCGQAKN
GKEMGAHCSENPYLYELQCVIVHTGSSAVQGHYIAHVKENVDGKWWRFDDDVVTTLDDD                     
>Gthe_89035                                                                     
MSSLRSDSRDKRVDSADEMEEDASEDEVESPGQDRSQSGNHQRDRRRNGCSRTLKGLSGLPNLGNTCYLNAPVQVLVHTP
SFAGFFVDCADFIPPRLEVGNSRAITQRRMVHSLADIVYQVWDEGLKVASPHNFVRDVLDLNPDYRGLGQQDAQEFLRRT
LDVLHEELQESTPSPENGNAESKSKETHRHEKRLHNSIVLDIFAGVLISEVKCNHCGKVSVTEEPVLDQSISIPSKKARQ
RLLSAHKNYRASDCLLQYYEPEHLTGNDKYKCEHCDQFRDCTKKLSLLKPPEVLTLHLKRFRYESLFGNNMGTKISEHIQ
FPIKGLDMRPFIKENAIYDLLAVIEHRGALHGGHYIAYIRNNSDGKWFEFNDSQVNTISGADVSCRNILNYSHFHLSLIF
LSFLHT*                                                                         
>Gthe_144449                                                                    
MQELALVACGDNEANVDINVIFKDVLPSAFLSRWSKSLRTLDKASILYEQVASEKLCSSEDFDLFVADQNIEDYAKNGKL
IKDLLSLDDHTSRLVVEVRYVKEMDFASARESTGYSSTAERNGFMSATRPVFSYSTGPKCKFVGLSNQGATCYMNSLLQS
LFMTPEFREGVYQITVEQDPVKQKDSICFQLQYLFAQMQLSEKHSVETKGLTRSFGWSGADAFQQHDVQELCRVLFDELE
ERLKGTPKEHLIKDLFEGIMESYVRNIPGAEVKFESLKEEPFMDLSLNIKQFGNPHPIKSVEEGLANFIKPETLDGNNQY
QLDPDPANGRTEKMMVDAYKGLQLADLPYILTIQLKRFDFDYETMRRIKITDRVTFPEMLDASSYLCRNPKRKRRMSITE
DPPDEQDGESQRMEGDSNLHSSSNCEPSESARNPLWYDLYSVMVHSGSAFGGHYYAYVKDLAEGRWYKFNDAMVTEACWQ
DVESTFGAYGATTTYLTTATAYMLLYRRREDGRKVQRKLEVPEASNKPRRFHFHCADLCSQELAQAIKISEEALKREEEE
LRIKRNTWQINVFHGFYHSTVNILKDQSYHQLLVRVRESFNSLKDVDIDCIRLRKYNPSNDLLGLPVLSDEEDNPAIESI
LSCNINLAVETRMDLSMPWKQFQPNSSPVRVWLSRDIVGDVDSAILQFSDENDVFYLQEEDTVLDLKRLVMHQYGVDVGE
LVVAKYRRHSIHREVQFPENATRLKRMFSQWEEDFFFVAKIKSEMLNSLNDVHLFKNSIMSPAVLEASNKIKILFNDLQN
QSVGHSIITPISDSLQSAKERMSSMLEMECEKFKILRKAENGMQELNRMQMSLADLGISRGGEYITRLHVEAGAPSKASI
YQVQLHLVDSVKQPLTWKELSTVEIDDDLTVAQIKVNLIENLPDSLKCKIDSTDGVPHLRLRAPSTLRFCPELVLCDDMK
LSSQYQLENISTKCLFLELLPQLEPKTRAESLAVQLVRWRPSEYKCDPVEEMIVEAEDTIDDLNRKLAARSQIEHTKLRL
TQRSNWNGFAKLDLVKYHDWNSLLAHAKMSSGSAIQALALKEEGFYYYKDGDEELKELTEEEKKLVSAEAEDLNNSSRKY
SFTSGLKEKQGTIAELVNGV*                                                           
>Gthe_165307                                                                    
MREGGERKEEEGNKKGGGTEGDRRHVPGDQDDDEGDGLRQGGARKVARRLERKGGRGTAKVQVEEEEGEIDNGMESLSRR
AKGRRREAKEDREDRGIRDRRAKHLEEAVTTANRTATSWADLAKRSVPVASNGEAEGHVEASARSETSAEPQDKDKEGKE
EVGGEGEQENQDAGGVETAEVKAHKPPAWGNGSTTDKDVLLKIESLLDPSLHLELPSRQPRGMVNMGNLCFMNAVLQSLI
GCRAFFQLLHGLLNSHIPRELKTLSSFVSLASEFVELETAPPPSQDVKDANKEAKETSSTDAAAAAVLVRSLKSSTPLNP
GYFFDLVSTFAPTDPVRPGRGKARQEDAQEFLSFLLNCLHDEFVSFENRVLSADGNGPNGGSGEDGGSSTTGADASPDDD
DWQEVGGHAKVTFVRKLNMETSPVSKIFGGQFRTTIRYSSTKASASLEPFLCINLDIAMESSHKDVKSVTLHEIISSYFK
PEKLDGVVNGCQEGKAQRHAQIEKGPDVLVLHLKRFRFDGASAHKILTRVSYPDTLSLEEYCVKGVGQDFQHYRLVAVVS
HHGSKMHHGHYTSMVRQPTGQWIRLDDHNLEIVLEQESSSACFHPLSLLPSPPCPPLKCWTSNNTLTCSCTRDV*     
>Gthe_165362                                                                    
MATVDVKVKWGKEKFDVQIMLDEPAEVFKAQLFALTGVPPDRQKITAGTKKINDDTDLKSLNLKDKQMLMLFGTADEILQ
APTEKPIFVEDLAPSDMAGLMAAGVPFGLENLGNTCYMNSCLQVVNNVNELVESLSNSPAESTQHSDPYNGLVVASKNLF
KRMQSATEPIAPGNLLMQLRLNFPQFDERGEGGMHMQQDAEECLSQLLQVYTQKIKTAEGKSFIEDLFGVELDVEVKCAE
GDEPAVTEKEKQLKISCHIQGPTPQPDGSSKGGTDFVTQSISLGLESSLEKNSPSLGRTALYKKTSKISRVCLSLPKYLL
LHFVRFQWRQDTGKKAKILRAVKFPFLLDMRDFCTDEYKSRIDKWRNKEREANDERQAALRRRTETGTAKDESESKEGAK
GEEKKEETMEVEGQEEIEETEDLWSTYELTGVITHKGRTADGGHYVAWIKKDSGKWFLFDDAKVSEIEADEVKKLYGGGD
WHMAYMCLYKRVRRPLDVTKYE*                                                         
>Gthe_165733                                                                    



MPDNIIKSHHVGEQEDAHEYLVNLLEKLHRHHADELFPPLTCHQEWLSKNRHLELTTCIHQIFGGKICSEVRCRSCGGSS
KTFDLITDLALEIQNANTLEGASLEDCLLQYTIEEQLGMSNAYLCEKCKRRSQATKQLRIHTLPNILVVQLKRFSFWGLH
GGKISRSISYPAVLDMRPYLTSPERHFNNSIYDLYGVLVHEGSSLQYGHYLSYVKHACKHKEGSWYQMDDSHTMKVDLDT
ALRQNAYILFYARRFPRTESLVQNESDSEDQSQSQDGTSARSHLDYERRNGSHPADHQVSQTHTKAERLQGSRVNGLEAD
MAAGRASQTLQPTTTKSLFKLRSESFKVFQQHVQSCFDQSHPAVSVRGVWEHLCLSFLQELEATKWKESVKQMLRESSEH
ASQSSDSSSLFSRAARLIAADSRKEMMEATARVFKSWTLGKRKEAGHGLQEGEKESFDEKEEVEDGEEDEANELSKLFME
VKQEESLTFVSMSGMVRSNSWADDAEDVDAKPDFSDVPPLAANPWKKVEPVKPAGVVFEDFEGPADVAPQNENRDVDRGE
HYVMSPRTLITVPDARDEGRGGGLRGSDGLGSRGRMEPDRRDRGDRDRGGRGRFDDNRHDGMDGGRYPDRGGSYRRDYDD
FPRDSYPRDRDRRRDGPPSHSWEPPTEEMLSRIPEKGPFTAFIGIDPRVAFDITEGEIGRHYHDGDAIKVESVRVMLHKD
SGKVKMIFVDFEDAESLRNAMLLEKPFRDRPIRCEVAESRAPSRPERPPPRERKVERDRARPGLKATEFDLDENDADWMT
KRFQASVNTQGSDSDAKSSDAKSDRREKSNPFGEAKPRDEAEYERRKAEERAARAEERKREQEEKRRLAERDEKGAGRGA
GKKREEPKDLPGDWRENAKPPEPKPRREQRPPREGKDFKDGEGQGGKEKRFPKDKNTSGNHHEKRNAQDTHSGGDKKAAG
EAAAEKRAPKKEEPKKAAEAAAPPKEKESFKNPFALLDEGDDE*                                    
>Gthe_79938                                                                     
MPRKLEGDQFEEPEHHLYPKIRLLRVLNWKHVNKIGPGLLNVGNTCFCNAVLQCLTYTPPLANLCKAQEHSKRITRDGQG
KFDALKEVERHIITSSRCTQGVLKPSNIVNSFRKIGARLRLGRQEDAHEFTRLLMEAMHLADLAACRFTESPYSRAAQTG
LVHGIFGGHLRSQVRCETCRYNSNTYDAFLDLSLEIKKADNITDALRLFTKPEILDGNNKYKCSHCGCKTRATKRFSVHR
APLVLQLHLKRFETSWSGNSCKLSKHVMFEQTLQLDPYMSEGEKAGSRYNLYGVVVHSGHSMKSGHYYAFVKNSNGVWYE
MDDDSVRQVSYSAVARQQAYMLFYVQQ                                                     
>Gthe_120258                                                                    
MRNSQKQEIENGVSQLQEMGARRALEACNGDLENALYRLTESDNSSLNVLADTATSDRGSYLRATSSIQTETVGSPSAPS
MSAIPSNTGYTAYSNPILSNPSYSNEPSYYEPTRENPAQPIYASEYGIKSPGKANKDSDVPMATVVPESNYTQSNTDIEA
QQLRQALALSLQDQPKPTARSSNTDIGLSTEEEEMARAIEQSLCSSDPSAYKEPENPHMLLRKDNMAVGLKNIGNTCYFN
SLLQTYRAIPAFRHAILQCPLPPGEKRPPSSVPVALPADQNQLAAANPVAAQPLAKGSIDENDVKRTTVELVRQLQRLFA
QMEISDRRFVDPSLVMQNLLDSSGDPVQVGNQQDVSEFNHIFLQRVEEGLNFASNGQATETNTIIKGIFEGKMLQEVLTK
DEKTSDSNETVISSSSCEFHELILDISRGDLHGALEDYVEAQVDDYHGECSQGNQRVSYDKDIQAPVKVNDRFTFPNELF
MDRYLLAHKTKLMPRRIKRNELRHKFDHLNQKLQHLLHFSSTGLERTDVAADEYLRGAMAFLKERSEGGGLEKVDHVLEM
LSSLTSQTQLQDIQKQIDLLFAEFNSDRYSLFAVLVHDGLAGSGHYWVYIKRQDGWLKYSDAEVASVEEKEVWEMSEGGK
KNASAYCLMYRRDKEDGKFSIHLPDLLRSEVEDDNRRLKEEMRNWDRRTSLMRFEAALNEKMQEIKVINRDVVKDKEGMN
WYSFEAFLDRLQKPDLCKYLIATGTIPQVFASKELDDNETRTMFESKFHDTLVINPTDQAFLDKAREVYCEFLSISRAIS
AADKCISSQDMEQCVLLLCGAYELQKSLEGDLERAASFDAEVLDRLTAVQNLFLEMLEVGLADQSQTQLNVSLLLALTFK
ILQHNTPRVSHDVVTNSFSRWKRCVSKKQDASSATGVEELLMGAADCWKDVTFPNYRLNPVLWDEAAGVMQSIVGTRRSL
CQQSNDRFEYPPVSVLYRSPSSSRLLEGDLMEVEPSSA*                                         
>Ngru_XP_002682869                                                              
MNSTTQQVNGEKQVRGGDEQQNSMTDDHHQNNHHNNNSEHSDSSSDTKTQQEEANNNSMDNTTTTTTTTNTHSPETDEST
SNGGDEKDGTTPPSSALSETNGSTNGEDDSEDYEDLPTTTANAPAKQKGSISLIITAKSKSKKTSYTKPDAKKQREKIES
IENKSPFKAGSTFVIISSSWFKIWKEYVNYPNENVGKKKHKETSHKKSPAPGPIDNSDIIQEVLIYNGFSLKHPLVPEFT
NFTRDGSVLFTTVLKRDITRQDFEFVSEESYDLLAHWYGEINNSQKIVRRVIVDGLENNQMRRVEIHPYILNIYMVNEKG
TIMKDTKTTIQVSKKLATKDLKMLGCVLFESTIIQKTSTLKNCRMWRKEDSSASAIADSESQTLEKALIFDGQSIVFEFK
QNGGEFPLEIFKKKQESNDASDEEEDEDDEEKRSKLSEIWDSIKDYSFSTFGIATPASGKSKKRGLCGLRNLGNTCFMNS
AIQCLSNTVPLKNYFISGLYAKHINTSNPLGTKGKLANNFASLIKEMWSGGANFTPTNFKYAISQFAPQFSGYNQHDSQE
LTSYLLDGLHEDLNKVINKPYIEAKDYDGRPDEVIAKESWEQHLKRNDSVIVDLFQGQLKSTLICNVCNKISVKFDPFMY
LSVPVGKSMPHRLDVILLNTENGGRATKYTVELPKQSTVQVLATQFAKVSGRDPQKLQFFAMAGFSIGRQFSFNDSVKII
DPNAKSTPKVLCADVPDDYSPEKYLIIPIRQRYPSEEGKFKSVGIPFVLFVKKEISTKDFYDILWSHLQRVAKKSPEDPE
TNLQPTKEDGQEYPLAERIEILRQTLFPAFDPANIPFKFTVIDKSVEVVNDTCGIPILYDDRDDMVKEYLQQEDNYYFSV
DWFDVKMLKTKETVTVHVAEQNITNEAPRSQNISLDDCLKLNSEMEQLGERDQWYCPDCKKHVCAFKQCCVWSSPEILII
HLKRFGFNRFGREKVNALVDYPIYNLDLSDYMVRKPEDHMLYDLFAISCHTGGLYGGHYYSYAKNCEDSRWYCFNDSSVS
PLTEKELKTSNAYMLFYQRKRIVNEDKVEVAFQ                                               
>Ngru_XP_002681825                                                              
MSGRAPNAAGKHQPRKMFKRASQQQQETTLNGNHNNSSEETKRKRVFTKNGSRKGEVSDDSEDEREVKRYQKDTEGDDDI
ENNEQLKALLKGSSEIIEQRISFVKAQLPDNYENVFSKMKPINGTSTNVFVYDHQADNSKENSEKHTSKSSTSSSATPEA
KKGDDIEHNKELDPPNMFLIPREKIISLNSWTEIKKIGPGLQNLGNTCFMNAALQCLMYTPALRNFLLSRKIGEQSKKFN
ALDAMSLLAREMFLGNETSSGRSSRSNVVSPGFIAKHLKGIGGFVLGYQEDAHEFIVQLLDKMENAIVEKYKGKMDNIVL
ETNPVHQVFGGYLRSQIKTMETNYISNKYDAFIDIELQLNNCTSVEKSFQNYITPDRLDGKNKYKCPKTNTYVTASKKLT
IHEAPINLILQLKRFNIFGKKVSKKISYEDTLDISPYMSNKNTVARYSLYGVLVHSGGSSSSGHYYSFVKNSNGIWYRMD
DSSVTQVSQNTALGQQAYMLFYSRNMDDFKSDKCTAIFKESVKKWQEIQSPSSTSSSPATGSSDDKMEDDDEKESVIRKK
QSNQSKQPTSTTTTIIDTNNTSATTNEEKASDSKKPTNLSIPKTTSTSAKLTTPPSKLEPPSPFYAPIRIDILEKLTPQK
LQVLKSMRSVPPINIMRGVGGLLSPITLSSSSSSNIEAMWVNKNHLDGLKKNIVSTEKLFRVNVPSTPIKTLNGDDGKPQ
NPFSLDNYTSDSPIFSPSQTKTDVFEKKGQKRKFDDYESDQSGSDNETSEEPTTQSVKISANQLFKGASSQYSEDVDVWD
DEETQEKAKQQKIFNEKVIAPKVFGRDEYDRALDAGKTKKIRKKQNPEDWEDSNFAFQQVSERKHKRK            
>Ngru_XP_002680945                                                              
MAQADQVSAPPAASDDNRMEDETNNISGAPVAAASTTMDSELTSSSDATTLDEKVNHIKELLLKHPGVPSQEGETWYVID



AKWVAAFFDEAAKISPGTIDNTHLVDETSDGIYRVKDEVQEQQDYEIIPEHIWNLFHSWFGGGPAIPRKSVIQNPEAYRI
SYTVEVRPCEISVALQTTSNQLDWVDFEFSKNATIKQVMDQVKREFNIQSRECKLWKTIYNSPHEEVDLSVVEDQTLENA
LERKTGQRFIVEVGPNWIIEPPVAESYNAIRSMTNNKVQISGTTAQQKKRYDSAPPGVCGLSNLGNTCFMNSGLQCLTHS
PVLYRYFLENDYSKEINETNPLGMGGAVALAFGALMKEMWSGENSYFSPNDFKRVIGKYAPQFAGYQQQDSQELISFILD
GLHEDLNRIQKKPATNPVEAKGREDSVVAQESWDVHKLRNDSIIVDKFQGQLKSTLHCPKCDNFSIIFDPFMYLSLPIPI
EKNRLINVMVFSNSTFPNEVESTLDSDLSKLSNMPTRLTCKVSKTGSVSQLRDNVLELLGLNTNEDHDRCVLYEIFSNKV
YKYLSDGDSISGILDADIIHCQILPKASEVIVSNFVTSGKAVEKLNNLPKNVHSLYRQTYSNTQQQLPFLQVSLSSHTAN
QYGRKSFQIIGTPFVVPLGQIFEEKKEDKEVSVPTHEDLYEYCFQYMLRYVKDEFAAEIEQTMKERNLTFKDFLPSKEKL
EALKSGENVEENISIFYLFDQEGGRLEVNDRSFDGALLCDETEFKPYAPKYSSARTEKKSIFMHIPAFFHDKMLDYEKLP
RFKEHPSTKQKISQSEAINIYQCLDLYTSKEKLGANDTWYCPSCKEHVEATKKFDIWKAPDVLVVHLKRFSFSSYSRDKI
DRFIDYPIQDLDISSFVHCKDLNLKYDLFAVSDHFGGLGGGHYTACAKNHIDGKWYKFDDSRSSEVHNPESIKASSNYVL
FYIRKE                                                                          
>Ngru_XP_002679670                                                              
MAQEQKDNHETNHHQVNSDAASAAQVSGSSENTSVSKASVATTQLFNSAINSFVSQMAGSKPSSDQQPSSNNNSNTNSNI
TEHFVGLSNQGATCYLNSLIQSLYHTPEFRRMILEWRYNPDKDPSKERCIPYQLQRLFAYLALSKRKAVPTTHLTKSFGW
TQSDAFVQHDVQELNRILFDAIDVSLATDKLSQENPMEGKQEIGKLAHFENILISEMYSGIMIDYIEAKDERRENGQPYG
RVREDLYMDLQLVVRGISSVEEALDSYIKPEIMDGDNQWICEELQDKKVDAVKGLKFKTIPYIFTLHLKRFDYDYTTWNR
IKLGNMVTFPFELDVSKYLEDNTQNAIYELFGVLVHSGTSSGGHYYAYIKSFSSDKWYNFNDSNVSEIDREQVKVMFGNN
DSSSTGRFASSTNAYMLLYRKRDEKLNINSVDMSIIPEDLKEEVEKDNEQIEEEVRKSEELRSNITIRVKSENQPILNLS
VKKTDTMQQVLEKVYEAMSKRENFFTRFHNCRLRKYDIMKQTPTSSFQNHADQPISRFCHFNGALIYLETKESDEEWKEI
AETISVYICPFNQDINEFDQPRSLKITTVQTLDEIKMRIEEELQREKYPHEKINLVISRGDEVIIFHNEEERSKSIESGL
NIANTDLIYVEALEDPLQNVESKIIQKLEEMKYCFDILVNTIESPNDYTTSVTVDKRTTVGDLKKKIADMMKVGVDDFRL
CSKTRFQPIKENLLISECSEVFEYCQLHVEKGQALKDGEYIIQLYVHLPWLSEQLPQESRTEVDINPDKMVAEPSPDCQV
MTCEPPPSSTALVLAAENGPVYNPSVKLLDRMNKLKEEMRLVDKVVISAQETLGSFKQRIFEKYFSDPESDQFVPLELMR
LRMKLGVFFQKILINDEKTLKENIPDLANNKQIVVQFLEKPENLKEGDLTIKVQRWQPLSWSFYGGSDAKFEVIIPKQQE
PLTPQVFRSLIYNALKDTVLSDVPPERVDQIGISRAPHQFDYFIIKECIQVAILNYEEIDTLKDLHKPPFILAQDDIMII
RLKDELDKYDMTELKTKRASAPSSTGRVEKALKINVIDKETEQKEEEERKKQQEQQQASSTSASGEQTTVNGGDKMVDDT
APTSTGTEENPKKKMKSDE                                                             
>Ngru_XP_002679379                                                              
MGNTNTAESTQNGPNGSTPLTNSRRIDTKIDEGNEKYFGLENFGNTCYANSVLQALYFCKPFRNHILNYYKTIPQNSEPN
LLVSLADLFYQLNNQKKKTGYLGPKAFIQRLRLDNEMFKSLMQQDAQEFLNYLLNHFVEILQHELKNQESQTNDNEDLKK
LKTFIHDIFEGTLINETRCIMCENVTSREESFLDLSVDVQQYSSITQCLKNFSGMQILKSNNKFYCDRCCSHQEAQTSMK
IKRQPQVLAIQLKRFKYMNNNFKKLSYRVTFPFDFKLPNLSQDEKVKTYKLFAAVVHIGSGPNCGHYKCIIRSEERWFLF
DDDKVSNVDEDYVKSTFGFPHDEASSFSGISETCYILFYSSIGDE                                   
>Ngru_XP_002678444                                                              
MDPQQQPQQQQQPVRMIYAHAHPQQPQQQQTTQLPPLPNQSTRTLTPNSNNNNLIVMNNQQQQQQMIHGQQTSPNLQPQP
HPIQQTVPIQRVSPPTMMMNTNNNNSTNSPQQVVILPPNNNNHQPLVIDQVPILYQNPNHLQQQVLVPTQQNYLHSFNQQ
QQQQNQQQTNMYNNHLQSSSSANNLIYNNSNSSSSNNSTIPSASPRYNTSPNSQTIPFSATTTALNQSINSNLMSSSQQE
SNYDQRRAPSISTMNHNNSNKKNSPPSPSPITKLANKVIDILTPNERATYVNLPAENQPLSTSNVTSTANQKSKAALKGL
SNPMGEYNCFLNVVIQSLWNLEIFRELFLSIDPKNHKHKSFESCVYCSLQNLFTHFKYSENSILDPNLVRNSLSFAHNKD
SKFQLKHMDDASEVFQAIIEDINNSLEYSQIPIFDFYVTDFYVCSKCNKFSDPHNYTTTNWCISSCEFVQKKRENPSLSF
EGALRSTIESFHRTCESCKEISDSQKHIFQAFPAVTSFSFSWNRDIISEDDILEFMSYFKIKQIKLHEIFRLNCNGSDIE
VMGHVSSIICYYGRHYICLVYNKKLGSWFAIDDSNVRQIDADRLDDFIVSSKFQPCVVLVEVDSHKGNIKIENRMKEKAT
TNEIELISPNKKRMSTSDVFPNKNEELSPNSESQFTVVDQHFGVIIEGFNAVTDFFYWNRKISTHADIYTRTITLTRDQI
QSMSTQLNICIYLGNLELLENETVTIRLSCTQNQKNKTQTVIGKLDNKKKSTFTSIPIGFLFTENSKNYELNFYMIKKEK
PSQ                                                                             
>Ngru_XP_002677184                                                              
MYPSSSPINEDSISQIVDAGFGRDQAIQALRKCNNNVERAFDLLLAASDDPSVLSMENDQQSNNQVAVVHHHHHHEDEPT
IDDTVVYGGSNHHHHHHSAADDVVNRYNYDSDDSTTATTSGEVSPVMYTSNNEFKHHHNQHHHHEQEEEKHIDDPDMPNL
EDDTVISNSHRNDDFYFDTSFDQLSPTTVNNNRHNTDDDYFSTNNNNKNNRQFSSSNNTSFEDDALNRAIEASLQDQKRD
SEPKSPIEKYRKQLHVPIGLKNIGNTCYVNSLFQALFMIPKLKQLLFSFSEESFMSRVQAKIEKSLTTTSSATTDKRITQ
HQQVYSNENLQKQADKDLTFIKESQKLFASMIMTNKTFIDPSPLVEALSKEGIDVNLGHQEDISEFYSKVLILLERMFSE
EWEEKIENKTNNISLENPIKQIFYGICTEELEYLDTESTKVCISKYSELCNLILNVSEQLKDFYSSLDDYSITEVADYAV
STSYKTKAVKTTWFKTPPPVLLVQLQRTSFDTTKKVAHKINLPFEFQEVIYLDRYLETNKVKTTTKRENIKQIKQKIADL
EKQLDGYLNYNDNKGISIEYLFAGALEYVAQYQHELSGGTSVQSIESAVKVFENIRQQVSKKVEKLKNEIDTLKENVATM
FDDMKEKPYDLCGILVHEGSLASSGHYYIYYFDTGQNCWWKFNDMKVTEVTEEEVMRTSSGIDKDINSSAYCLLYVDNSR
VNLEEKDFISKDKHLQDSIEQNIKELKESLKKLKKADSCHDDHHHHHHHHHGCCSGHHHHHNEEHNDQEAKPATVEEKIP
TEHSGLEVDSLEQIIADYPKTYRDVLMEISIERWRAIIPKEVQDELNFQNKKFIEELNIYIEQQKEKREREKKQFQHQYN
ELCNKCFQLCQGQVNSTYTYSMSLQYDARIANYPVFLCAIDQIVPMKYTIADQVFYSLFQRKLLDLCASSEKSDQNKFNE
YMALVNLTVDDIPNTKVVSSLNELYSLFCFVATWYHYGLHYLYRKTFDRSISSFLMGIIYDKELTELHGDKKLSREKDIL
TYTAVCLQQIYSRGLKTISKNFKEAMNWIKYSIEYLPLVWNSTLSTNDFVMDKILNYFPTYINGNNVRIQHYCSQQEIEE
IISYWQYLQGHVIFRNYNIRKELKALEKQENSSPEFLELVQQKTQLLKSTNAEIKSLKQQLLSQNRESYHIPFPDDAERL



AKAISSEIHNVEMEYARDIQIQPMLNNDTDLLEEDEFTETVADHSTTTTTTSKYRVETDVDSPPEKSSEVTPSGTSGSRP
SSPSDQEYDLD                                                                     
>Ngru_XP_002677060                                                              
GLKNIGNTCFMNSTLQCLCSIQPIRDYFLSQFKINPKKEGNLATQFSALLRSLTSVDDLYTPVNPIDFKRTLNQYTSLFR
GNDQQDSQEFLRYVLDGLSEDTNRIVEKPKYEELEDIANENIIDQSNRWFRNYIERSSSFVTDLFLGQLKSEIKCLVCGR
QSVTFDPFLDICLPINLKRGRKSYISYDRDVSLEECLLKFTEEECLGGIEQVYCSSCKKHQDTSKVLSFFRVPEVLVIQL
KRFSNDQKLLDQVNLCELLEFNNYVAPEAADKIYNNQPITYQLMGVIKHFGSLRGGHYICQVRNAEGQWIEYNDSAVKNV
>Ngru_XP_002676865                                                              
MSQSHVDVSSLKFDFSRINIPTSHTPIHKEECCLSFDSPKSEGGINVCLNTFLAFSPKYTRRHHQLTGNTVFLNIKKIKK
EKPIEEKSEDQPTKMAIGVEGGFQIKEEEENDEKLYDELLSLVLLEPNNVVIPLPNNDLPEKVKLSIKGILENQSAERKQ
EVLKWEGEELTESKHTMELKQIGNIKVPAHGWKCAECDITDNLWLNLSDGHIGCGRKFWDGTGGNNHAVEHYQKTGFPVC
VKLGTIQLDDNGEPKADVYSYAEDKMVKDSKLVEHLEYFGINIREMKKTTKTMAEMELDQNLNFDFTRIQESDKHLQPMY
GPGFTGLKNIGNSCYLASVMQTLFSFPEVQERYHDKELSCYTGSSSLDTFSLQMAKLANGLLSGDYSKSEEHVDSFQEGI
PPRSFKNVVGKGHPEFSTMRQQDAVEFYQHLLQLIEREDKRINCTDSVNSIFNYNVEERIECSETSKVKYTYRKDNLISL
PVPLSEATNKAEYEEFCKQEKERERIEKELKLAENINSKPLSTSTEKKQQIRPMIPMSKCIEAFAETEPVDHFYSSALGR
NTIGLKQTSLATFPQYLAVQVRKFILDGWVPKKLDVFITDAEEIDITHLRGTGLKPNEQELPSDEKKTESIFVDMQIVQS
LVEMGIPENRAKRGAWKSNNKGVNEAMEWVFEHCDDPEIDNPLPEAKQEKSSSGNAPSADAIESLANLGFPSTHAVVALK
QTQNNIERAAEWLFSHMDDMDSYLNEASNEKPAEKKEEEYLDGSGKYELVGFISHMGSNTSCGHYVCHLKKDVGNGEKRW
VLFNDSKVLQSENTPFDMGYLYFYKRKN                                                    
>Ngru_XP_002675906                                                              
MSENFWEQRKLEIEQTRQAELEKKAAEQKEKKKSQVVEKTEKKKEKQPKKVEQQKEQTQQQPNGAAAASEQKEKKKKNFK
KNKEASQPSTSQPATTEASAQDDFQTVERKTGGRRQFRGANKRSNNKKKENGEKKKENKENKEQQPKKEEKTTTEQGQQQ
VVVQPVQIKVFSTTESTPVQGSDSWVSLLRGNQPESTSTTQQQQPTSNGAATSTKKSKPKSEKKTVVAKPVTAEKTTTEA
KNKPQKNYESGKNLLRSTEVEVDQALLDEVGVFIQPRGMTNINNSCYMNAVLQTLVSLPQFYHVMKRLGKISLDNEEYPL
TNKFVRLVNEYQTMKTHRPQSGKEGEKKDRKYFINASTEHLVPSYIVDYIQQSSTNLEDAFLLGTQHDAHEFLNHILQRL
HEELKKTEATLGRKSPSASKKKSNKKQEATSEQAEQPSTETTSEEWKEVGKKNKANPMREHEMGDSSVIARTFAGKMKSF
VQKQGESKGSSVVEPFFSLHLPIKDENIKGVKFALREMTKEENVSDKNAKSSIYQLPKVLLLHLRRFDFSSTEGVQKISK
RIRFDYELNIDEKVVPNVKAISGRPSLKYRLASVICHHGKDATSGHYSTYIQHGCGKWIHIDDTKVTVVSLQHVLDQQAY
ILTYVQDDNQEHYKLYSEGSSSSPLFSESSEQNGEKKKDHKKKDKKDKKEKKSKPATTTTTTTTTPTTTETKTEAKTDV 
>Ngru_XP_002675875                                                              
MSDTLLLSRQFSVFGANETHHIENCKLLIIGCNGLGNEVAKNLIMAGVKNVTLFDPKGVEWRDLSGLTFVGSITMKTRAK
IVMDYLKDLAPKTNIKESTAKTFSALCQESYLREFTFVVCCGYPLSLNSKLNETCRKVGIPFLCCDSKGVLSYVFEDLGE
NYTYIVDDGKTNYDTSIPIVSIQKVENSDNKYQIMCTSTLSDGVLVSFHQIVNKSMGEVSVEAKNDKSIETSEHLKEESI
DKAATTSSAPEVSNEGEVETEKQENIPLEQTKQNESNMNPQNSQVEEEKPLEELINHSKDSFFYNRRKPIDNLQLMCLKV
YDIFVQENGRSPLPWNTKDCTQCKDLSIQLINSYINNDIVEDLKANIAPLNAMVGGLVAQETLKSISRKYTPLKDDRALN
QFLFIDNFNLGDTLEESIMKENVQNLRGTIYEGVSPLLTERAISHLNGMNVLVAGAGAVGCEVLKNLSSMMVSTNKNSSI
HVVDYDRVAPSNLHRQILFRDSDAKLMEFKAIAASRKLKQMNPDLNLIAKTEKLCYESEETEFPEQFWQNVNVIFSCVDS
KDARGYLSDKAQILHIPMIEGGTEGSKGSSLIIHEQVAGYGSYMNLNASREEEVVINNACIPSFAIYKPEQAIRKAVELF
TWFFKENVEVVNLLGKHDLSDEKVKENYEMYRDGLEKPEKMSRQLFNILFEEQINEAAAKYNEINEKDDVKLLLRKPPIQ
EKFNAHDESHLRFLKASNAIIKEFKIKKKKLTPIHFEKDEDSHLEWIVSCSILLSKCYGIFHNGEREFVRRVAGQIIPAI
ITTTSMVSGFMCLNLFKYVQTGYKNLSNLDFNTASNGYSFHHCVQKLKSPVPGKLISNFETVSDFVIYPSTTITEWVDFV
KRKYEIGVEKITIYPKFDVYDFGSLPWGETFYETFSKNRTMQKKEWITLISETYIDGFPYSFKTQVRVSVPLKLQNVEGS
CYLNSALQVLHSCHEFVEQLRNSSPTTPVAKVLKSVFEDNFSRSKINELRRLTNRSDKYSGDTPKYVRSIFTEILGEEEI
DSELIDCKLVDYFSWKSPQICDVCEECQQSIRGPIRPISSQVLLLQGNPKVSTEQLLNNSFCFDSNNKCQCGGKIFRHKI
FQSCPEYLLCEIENPQQKWIPNNSIETKVYIETVDCTYELVGGAIYSGNRSGGHWRAYSKQAYGWFSCDDSMVSYIGTTI
PSSYLLGSAFVAYKKVGNDPTNEDEMVDE                                                   
>Ngru_XP_002675850                                                              
MSTTITLKWNKSTFDNVEIGDLKTGLDFKKKCQELTGVHPDRQKIMGLGAGILKDNQELSAVKVKAGQLVRMMGSADELP
EPPKEKTVFIEDTAKENGDGEVQYYPAGLENLGNTCYMNSALESFRYVPELREAIEHFDGSSVSELLEKDKEIASELKSL
YKRLDTANDSISPITFLEAFRKAYPQFAEKERTELGEFYSQQDSDEFITNLLGSLENMLKTSDRNVVNLITCYLYCFYRL
QCTECEEAPTVTKEAWKKLSCFISQQVSNLPYGLQKSLDGTLEKESPTLGKTAVYTKTQRISKLPNYLVVNFVRFFWKQK
QQVKAKVLRDVAFPSVLDTFELCTDEYKNKLKETREKMRLDREEEMKKKKEEQLNNLGQQAKKQKTEETDKTPLYQVNDS
GWFELCAVVTHKGRAANEGHYVAWVKNDAGQWLQFNDDDVTAVTEEEVKKLSGGGDWHTAYLCLYRKARKLNL       
>Ngru_XP_002675630                                                              
MSELFGDIFAGAGGMDEFEQHVASSSESEGVNQSYRVSTSMDQLKRQASNFVGLRNQSNILNLNLEKYKKVSGKQSDSEY
EDVTIDFADFPYYGQLIDMGFEISLINRCFHKFVEPTFGSTDVNTRTQENMIMWLFEEQERQSTMQDFIPPRDGVIGSLF
DNTCIPCSVDDEKLSSKRIVKKKKAQKQPNLLFVMQKLFSYMMAIEKPSIETTELTDAFGWRSRQVSVQHDIQELSRVFF
SALETKLSKMKIDNFIKNTFAGVSVNKIVCNECGNTSCVKEDFYDITITVENTLRESLEKFVEVERFEGNNKYSCSKCNK
QVDLAFRNTSLRAIPPIIFFSLTRFDYDFKTESRIKIKKEIKFESVLDMSPYKEYPGEPEEYELIGIIIHSGSPYSGHYY
SLIHDHLMEGRTGLLEEEDTSNEKKKKKFAMEFEGQTHWFEFNDERVFEIDPKEEIPKYYGGKGASAYMLVYKRKEMDFE
NTKFDFPIPSYFKDDIDRENEGIKVMREYQEQQVDMKRQTDSLRENTGTAVVYLPNFFSVEKNHLAPINLSDLKNLYRSF
EFHYDSNIDEFYQITREKFGDKLGDTFSLRVLNKEGKVYSISDQTLPKNSDDDDLVIRKYCDKESKYLYLLVLPSEDQSD



HSVSDPRFNLSTPEKLTVTCAMYETLTDSNIFDIEYRVDMSIGDVIRQAKIRMGYIDDLPLKAYLRYKNKKPIFVTDMNK
KMLNFLDGFDSIGLEFEFNEFSIIEELYQELERQKHNVKAALTNEDCEDIVIVKFGDREKIVRVDLNFTLEQLKKKILDE
MFSSHCIVSELHKYGGENWIKECVMLRKQKKQFFKNEDSTKSLSDLDIGDGERIEIIIKLSIEKEVDIKFIEIEAKNTGY
DETTERPIFNYLNMFELKVDQEASLKIIKSKLSQKFKKENWQYDNVYNFRFRGCHNQRPREIIKDEETLLSTLLIEQTNE
KTIYIEIGKPPLNNQIHVKVNLVHNFPPKTCSSRILNENENQIYHHTNITASESWSLEFLKIYLLKTLDAFKSVENIKYL
QIRDCTFTGGFKRMTKVYSDKIHLNKSLGKLRWRDTKVIAVKILTDNDVDVYEKLSSAPEVIDPKAKKKKLVIPPPLHII
VRLRKIVERGSESNFEYMEAKELIVNISQISSWDTVDTFKAGILSISDTSGSVSEFIVSKFSFGDSRIIRIEEDKPIEKV
EEHGEIKKPVHLMRRINLSDGDVIVLTYLSDFEKDEIMKVHSTSLQDYEIERSSSKVKQDDDFFGFMNSGKNRAKEEALQ
ILLEDSDDEDSDDVE                                                                 
>Ngru_XP_002675321                                                              
MMEDKQESIDSISKAIVRVFYNLQKVQEPNEDGKTYSGSVSTRCLIESFGWSGSEVFEQHDIQEVTRILLDDLQEKMRDT
SVSSVIPNLLAGIVESGIECINVEYNSFKQDLVYDIQLDVKGCRDIYASFDKYIKPELLTGDNKYHAEGHGLQDAKKYSM
FTVLPKVLMLHLKRFDYTPFGTLQKVSDIHQFYDEIDLTKYVKQKAKKNKKEYKYHLHAVLIHKGSTVNSGHYVVAVNVS
DDVTKKEWYLFDDERATKISPLDAIEANFGGAYNTAYMLAYVRHDAVQEVLSPMNREDIPDILRSTFKNDESGCSIM   
>Ngru_XP_002672937                                                              
MQYNHETSSGPSNTNWRQSCSAQEEEHFVGLTNNGTTCYLNSLLQSLHHTPKFRELVFKWRYDPEHDPDQDHCVPYQLQR
LFAYLTLSKRNSVDTTQLTNSFGWQASDLKVQHDIHEVFRILFDVLTDGSHSKETDSSPPQKNYNNDSNVSFSDLFCGTV
IDHIESVDEKKQSGEVYQTTKVDSFMDLQLAIRDVSSVEEAIESFLKSEEMKGDNQWCCEELGNKKIDAVKNLKLAHLPY
ILTLQLKRVDYQTNTPVKLGNKVTFPFVLDMSKYVDDQQHLFDLYSVIIHSGDALTGNPCMEMMRLLAIPQMLTCSCTAE
ETQS                                                                            
>Ngru_XP_002672876                                                              
MNGKNSSSSSSNGSSLSSKTHCKHFQKLLVEQPANPTSAYDEYGELSMDNSLATYLNSSRTSSTLSQLSRCNCCTNHFSL
KDENVMCTACFHIFTLHTFSEGKQERESTSCPQCKNDITFHLTYKEFFCLECFDFVTLEHDSLKYVLLPSLFSSSIMNNS
SDKQSEKKRKISHNTSRETTEKTNKDFNLESSIKTMLKSSVNTRENSLLGLRGMVNLGNTCFMNCILQTLSHIIPLRNYF
LSGTTVLKIESEIENNPEYSSEYDLKTYLSISKAVRNMYTEMYNPSNSTTAIKSKKRSSNGKRKSDGDEVIEETVFPFVP
DQFLYLIWNAAGNLAGYQQQDAHEFYITLLSFLMPVKLPNNQSNTIQELFTGQVQSDIICKHCGHVSSTMEPILDVSLAL
KGKSGKEWIDLESLEECLEKYTNDESLEINDYSCSSCKTKATITKQLKFSKLPKLVCFHLKRFEHNEGVGRKSASSSKID
EHISFPFTLNMTPYMSRSSQTKDNNSPTTEEYSLFSVVCHTGDMSGGHYTCFVKHDVQWYLCNDSSVYYAMEEDVADSEA
YCLFYMKK                                                                        
>Ngru_XP_002671647                                                              
MSSEENQELHQQATTTTTATEETIPSSVNDIPSSLNVAACDEGREKEEEDQISDKDNNNEKTQPILEEENTEKDTSTVGE
TSPLDHEDENSENNFVDENLTNKTDDHQHDHLGSVQQNGIVKEEEDKKEEKIVKPDLTPNPEDLLTFENGFIEKYKKISD
VYKERLARHSNMQELLDLIDCEIKMLDFIRDQYATEFDEYNITNFKSANAIWFLQTHMVSILNHTTSLHMIEDNDLLSKI
GDLINAAIRDYIYIKITYPFDLFQKIMESQAEQKSEKTEKSSESLELEESKSSSQLSEKEKQSQIVQKINLISKSLVLGV
DVCRSLTFQKHEIYSKNLVFARDNKMATNEYNHYMELIQKHPQSTWNEDFANCIVSTPKPKGENILSKLCCKSINIFAQN
GGYYLFNELLKKYKDLPIRVIEKIIDTISYQLAFLDQKTKETFVPEIINSMFIYIDSLSDEMLKIEEKFKDLLSVFRTKI
ISLYYNDEKSLEFYDRLKLQYFYRLLHCHSVERKMLGMNEIRSHVDTLIKADQMSKQGGSSPQLNGSNDSNMSSVNISKK
DLHIRIFIAWSSEKKLLGYLFETDVHRELVRQSLSILKLLAQHKGFSREELDLLWNASVDKHEATERLILSTLAGFVPLL
SLNDILYLYSKIEAIPVETISKRDHMVDFLSHFTICAVNSFSKLKEKKKNWFALDLLWKLAIGGNRKAFECLSELFKQDC
FESIRKTYLLNCIDMLKSRHNTSGTVSLMKTLLATYSLQKRKKKQSTWGVIASINEKTNLMDHFFTNFEIQFPSDMENTS
QTDQELRDQLDFLEFVIRNSPITLSVKNCIVLWTHGNRDIVMEWMAKMRENYCEDFTSFDDETTRFVFEELVCSLIGENE
NIIIIEQPNSGKKFISKIITKGKELLEPPVPSQEMEEDPVPVVKKIKKIDVLSDDLIGLVHFWNLILSVKDQKVLRQAIE
CLNNYKTGYAKELKHFIADYREKFIAKCMELLKQYSSPSKRKDAYICNIISLMIDYIVVANQKSGGGGYKGHGISFLGYP
ITLKISCYTNESFVKSVSSKMKIYELTNIIASELGDESSAHLLRLETEKGEDLSCYKHKTLEDLGLESSAEIYVRPISSR
DITFSLTSNALKALGVPELGNVFLSRNRSSAKKSKKQEGGFLASSTHNDDGLDEEYVILNLEDGLNPASILSKESHFSLL
FSLLDGSSSDEVAKKVWMLLMHLPTNYAMSKNILNIENMQGNINWMEILPTNSTHKLLYCLQILDSKFSKNFVPGSKMYD
NFVKYGGLKHLVDGLLCIGKSYKNPLQKQCAALLLKILNKFIPENNERLNEILLNLLETLRVLIVEETEKRVNNSNLSDS
STTHRPTTSFQYNPQFTTTSEYAHFMLYDFALTTILKITSSKPDLLQLLLTHETTLSTTKSLLFSPDANIRKKFANTILE
LSSSSSQASSYFITTLYNIMMTEDIDLYKDRCDDYFLLLENSIMNSKHFTEISQEEVFTIVKKIFDRPIIEENNTSAADQ
VLIGYFNIAKALIRTYPFLKQELHKHIKDLFLNGLFEVPKLTDQTDNLPLPKCKTKESRSATFNFLQEVVDGCPDNYLEI
LQLLEEYIRGCEQPQNWQVYPIYQEKKKPFVGLKNQGATCYMNSLLQQFFMTIPFRKELITVNTDELPTNEKLQENVSLL
REVQDMFAFLEYGRKKFYDTRPFCRVYKVDGRPVECSTQHDANEFFNLFMDCVEEALKFYKKDYLLRDVYGGSLLHQIIY
EENISERPENFNIISLEVKNKRNIMESLELYCQGEMLEGNNQYFSDKLDRHVDALKRTLIKDLPNVLILHLKRFDFDFSL
MVNRKINDRVEFPHLLNMEPYTVEGMERKENRGIYDIPPPHRPDDYYQYKLVGVLVHSGSADSGHYYSFIMDRKNEEEKW
YEFNDEEINPFDLNRMEMECFGGLVEHNISGKKTSLFRCNNAYMLFYQRVSVLNAESFETKETSAIQPASSVMTQVWKEN
EKFYHYKNIFDESFDSYLFGNLSTYQSNDYAMVLRNVQLSCNYIFGYYIRSYNPKIVKWITYLKDTFEKHSRIAKWFLVE
FARTDKWKIDSLLICPSQEIRDSVVDLIIATLRSLYPVENLFEYFEKEEWRFTTTKTMNNYPNFDEPMEVTEKDYECSSG
FFIDCMIDMLSIVPQFHKSTAHYFRLLEDIVSLGPISYRLLCVKRQLVSKLALILGGLLPKHQNEGEPIYFNFNPKYSIV
TTFGQLSVAFIIRIFSILVRTCSASTTARPPTIMDTDQEDSITGVIVSSGPLINPNPRTEPYAYSLCSSDKDKLFHRLFF
NHLVNMNIRLQDISAMLCHWCWDSISISKKFCELFIQSIIVNSATESSDSYFLVFDSLLTIEDSLQSERVGFCLDQYFDS
LSRMTDNNSLLYCMKHLAKIDRMNAYTKSWWDNNFKSIETITSKKGWTIERKQ                           
>Ngru_XP_002670715                                                              



MKMTDEYDLSDSDDEMMQDTEEDRGFSAEEERKLALRQQELDEAAQYYEPIDESKEGVYHVKSFDANTEKVRWKADFSKM
AQKQYSPTFTIAGNHEFRLLVFPRGNQVPCISLYLDTNNSQEIKLVRFQVSILNQKDIRESHSQDAEKRYGPNDVDWGFK
EFIELKKVNPDVGFISTSGIVYFEMVIHICTQPYLIDPISYDSRKETGFAGLQNQGATCYMNSLLQTLYLLTYFRKSVYK
MPIDENEKPQDSIPLALMRVFFRLQFDKGAVDTKELTKSFGWDTIDSFLQHDVQEFARVLIDNLEKKMEKTDQKEVMRQI
FEGMCKNYIKCINVDYESSRKEPFYDLQLNVKGCKNVAESFDQYILEETLQGENQYQAEGHGLQDAKKGTNFLKLPPVLM
LHLKRFEYDYIRDLIYKINDRYEFPLEIDLGKYLSEDSEQKKEDNTYVLFSVLVHSGDVSGGHYYNFARPYINEDRWFKF
DDEKVYEVNESLAVQDNYGGEAKKSKMFWLSSNPNSVYKKFTNAYMLLYIRKSAISNMIAPVEVDEIPSHLEERFQKDRD
ERERKKREKLEAAKYCNIKIVTDDDIKKSVEKTGSGLVEFEDVEPIKFLREGTFAELKEQIETLYGIKAEQQRFWKWQKR
QNHTLRPDAIIKPADDASTIERKYPYVKHQQAPPVELYLEVSKQTYSYQKDDEECVVHFPEPAQRYILLFIKEYNPEERK
LNFVGTVYADMLSEVSEVIPSIKALIGADEDDDIHIVEEIKPKMIDDVRIDQSFKDAQLQSGDILAVQRVPKGTDLSKYP
IPTAKSYYDYLNNRVSVEIRKLEDPLKNVAVVELLKNMEYKELTDKLGSALEVDGNFLRLTGHHPYSEGPLEQPFKSNSG
STLKDMINIGQTPQKILYYEILDEPIFNVENKKELIVTWMNSKCQDVEKFKFLLYPDQKVNDLKQLIEAKVNGRREIENS
TIVISQISNFKISKLLTGEELIKTLATNKGETIRAEEILNEELSIITSSHNLTENTRILQVQHICKETTGYRLFGNPSVL
VVKTEETLGDVKKRLQDKLQVRDIDYKRYKFYFIVNMKIKDALEDDSLLFCELFDKEKQSTNVDVVLALEHKDPTPKARW
YEKPIVIKN                                                                       
>Ngru_XP_002669922                                                              
MEESLKRKLSESVQSSESEDTNNHHKKLKTNGNQSVQNIDESECPYLDTINRKVLDFDFEKVCSETLSNTNVYCCLVDGK
FFKGKGESTPAYIHSLNEDHHLFMSISNGKIYCLPDNYEVNDKSLEDIKFNLNPTYSEKDVEELDIQLKTVTSISNGATF
MPGFVGLNSIKQSTDGINVAIQALTRIKPVRDFFLLDQKNLSKVKSRSVLLFSELLRKIWNPKNFKNHVNPLEFVQSILS
NAKQFKLGESIDPVQFFTWLLNYLHGELTDNQPKQKSIISESFRGRITITSKVIKRKKSGGADKKQVEETTSQNTTPFMF
LTLDVPSAPIFKDEYERNILPQVSLFSLLSKFNGEKETAVPLNDGNVEMRKYKIEKLPPYLVFHVKRFSKNFFFEEKNNT
IVNFPLNNLDISEIAPDYSGSHYNLVANICHDGSVYKIHVHNVAEGKWYEIQDLDVKEVIAEEVSISQSFLLVYAKQ   
>Ngru_XP_002669872                                                              
MVTVDLNNEDESTLLKAIENKPASPLLDFTDENGTIHIIDDMDTKEDTELARAIQISLDQDKASNNNNTNSTNVPSNPDE
LILRTTWTPQGDQEKFPSGVGLKNIGNTCYVNALLQSYFMIPSVLKSIMKTKPSAQKPNSSPEDVQMTEANQTQDASLAH
LDEESSIEFLQSLQKLFASMLLSNTNFVDPSPVMQKLKDAENKPYKIGEMQDLPEFNSLFLSRLEKGMETLHKESRENIS
AKFKELFYGKTAVFVEAEELDHTKIEKKTIDTFNHLILPISQDTRNYMDAFELCMKDDMIEYTTDKSHKTKARKTMWFDG
KDSVPPVLFLQTSRAVYGTNTLTKIQNSIDLPFDLNLGPYLLHNKEITEGIRSKLKVLNQELEHVDRRLKSFLESYENRD
FGLIQAFEVCSNRLFEIRHEYEEQLSSSNANNIDHFSIAIQVLQQQQENMTRRVSELKEKRDSLLNQIEKVWEVQYPQEL
TYNLYSIIMHSGSSALGGHYWSYIKYQGDDDTWFKFNDTIVTTLTKEDVIREAFKTKSNSAYCLIYIDPSKTGKFDASFK
DEIVTEVPQQVLAEIERKNHDILRKFKPEILQEMKKNFSVKDLLKDDMTNRIHLARSDLQNSSLEHDYKLRNFLSFLQCI
INAASSEAAKNELNAIFCAHIVNEGQRLYLVNHFQRILNIKK                                      
>Ngru_XP_002669718                                                              
MSQYNNTNTFHPQPTNTTITSAPLTRGIRSISNCPDVIEALVQVLAHLDPVVEQYLFKQQHDDHQIKSDERSELGVAFDR
VCRSVWSLDQGSSEPVDGSALGGLFPMESGISLDFVEALNIVVDACRGNFNFCKGMTSNWIRSDDCPICGCKSASERKEE
FCSIKVPSNQWKEFEKSGVLNLKEVETIEGYHCDVCSFSKPAEISRSISQAPQILILQMDRFCFDYETFNVVKKNDFYKV
YLNQQLKLLMENNSLESYELVAVVNHYGLQTSGSYGGFFLNPTNRRWYKVACPNQVPTLVEDFSTINNVSNYVYFFKKAA
EKKSWQSTALSSQSVSDISFSFTNEEDCEM                                                  
>Tvag_XP_001323877                                                              
MRKYSKDGDIYDLYSVIVHSGSANNGHYYCFIKDESDKWFKFNDTSVTIASLSDVIDDNFGGDGKNYSAYLLFYVKNGSK
NEIFFEVSENLIPERVKNKIKLIQQKDTNKECYELKVSTSESISMSCSAGYLSYNKPMFSIFVKKSSSTIDVFNEVTTKI
GCKKEELRLFGVNLDHTLSIEIFPDKQTVYGLTRFSHLFATTEKEDLIVPVVLYVPNLKDPLRFLWIDTKKFDDEIAPLF
VKVREKFRFDNNIHVWIASAKDRADYIYNPLESFRTNAYQSGTIVVLQIEQFIPSVDEIERENNFSQIDKKRFSFYSTLK
GRFPFSFSKFMEMRYCVESIRVHTANKHETLLVPKKILMRELKEMIYRLVIDSQNQSSISDFNPQTDTMLLFVNDEKKPV
RAGDSVKAMKYLQGIKYGGHIYAMMFKNSLIDSCNGSIRINLRVIEKNIVKLYYRSFLVSESLTAIDIINLAIERQWVDK
NRYIKLCMENKNHFLSVIKGETCLLDLPTNLTISVGDYVLQIACDEVDITVYLEKVPFLFTIKLSEQCKSVLKRLGKYLN
IKTDNKRVFIKKCNKYNGSIELKPETVICDLFDLKTEVLFIK                                      
>Tvag_XP_001320573                                                              
MIEDNQKCDIEFTLNDEFRGREFENVENELEKILNDSDPEETSSLILNDESQQEDVSNNQEILEELKDKFNSNQDYHEEF
ASMSNEEEFASMLNEESLLNLHSNDEASNNSTQLFNESKTKNETIYKEDIRPKFINNLSICYANSLIQVLCHIPIFRSYI
NSYDDSEISQFLKNIFKEIDNLNPINLEKLTSLLGFESQNDPHEMLQRLLQNLNENIQNIFINTFIGLDGKKDHSFYIFV
TAFTENSSPIPFLEQVIEFLSVTGGDYDTGDILPVYINR                                         
>Tvag_XP_001326664                                                              
MITDPLELRQNLSSRLAEIECLLGKSRSRMVMLTPLPWYTKFVNWVRNNEPIPALEIDCSSLLVNGEFDIKKQWKKDFNV
FEEAIWETIKGVFKCTNPIFKRLTVHPATGQSVILVKPIQIEFNTNNGTVAKNLAHDWHLSIMKRPLCLAIRVNSANHDL
CNPNGEPIDDNMTTDQYFQKYGHVVFLKQKNEEFKTHDLTQWSNTLPSLPSPEQLTKLTPLKLGVKELLDSAPQRNEPDN
YPKPVGLINLGNTCFLNSALQSIIHIKQLYTFVLNPKFDSSLNKKNPLGSGGKIASAFKDLVKSMCISGTNPRNPKEFRS
AFSSKYTTFSNYDQHDA                                                               
>Tvag_XP_001322461                                                              
MSNYDNPQPKGIPNEIGKGCWFAAMSQVLFRQKEVRCAIRDFPVPELTDDSEYNEYINNLLLLKKYFEQIATPNVQISNQ
ELIYSLRYGTNKLFSPAETGKESSALLTSLVQLFNTLKGSKNTSLITLDTPFKDFEQVYNSPSTGKSGIKYSSHCYLEEG
ENIRSAFIRSISDILYLPKLLFLECNDRNEAFMPIIPEMELPEPIEYRMKGKDERKCVSKVHYKLVALVVYLGSDGSHAN



ALILDEPSNSWYFYDDSTVTKQPNFPNDPSPLGRSHWAKMYLYRRQ                                  
>Tvag_XP_001310402                                                              
MQSGFRDQMLPLLPQLKGETPRSNLARNVSLFAADWYQSFVRWLDDESSPLPGEIKNSELQSKLQNKENLEEHIDFEVLD
KNIAETVFNFFHGGPQILRPMLADPKTQIGTVIIYPIKLSFIFDKDSFVSTVHPSWALEDIKKTIGAKHKFDPSTATFLS
DSTNVVIPDDTTAQKIIELFGPKIQISLPGSLKMNPTQHGKTSSIGSVGSIPATLRMSTIAEGSIFSAFLQCLCRIPAFK
EAVNQITIPATPNETNDTPQIAFVRYFREICQNPTAQFPTESSPISNAFNTAIYMRTDEINTIRHFELPGLLSIVFREIN
CGVDLFKFKEQRTELCPKCKYFNQFEVELTSMMVEITTKLFRKTKIEDCIAQYFSLRKRAKTNRWECPQCKKKVLVREQN
KSLSTPNILVIYIHRFVKGSSHDFNILPDEVIYGPTLNLEPFTGNKADKYKLIGSIAHVGRTFTQRYKGFILEEDGKKWT
MYNDNRSRPATARSVYFEEPLAMVYVRK                                                    
>Tvag_XP_001303413                                                              
MAAVHDKKIFDLSKVSDFLTVKRGFDDYQYPVLADRGYIGIQKYHLTAVVMKRSHEEADVERNNAIAQDRQIVERFFARF
KSCWSCMKNGFRGERTSLPLIISGLVGLTNYNIDGSPLNDNEELLLFEDFTPTKVLPSSDTVAAVVAPSMKPSKRNIIAV
AHQAVDIIQSSQEANYLYPIKGGIVGLHNMGNTCHLNVCLHVLFYISEVRTEVLKVANQSSPIVTEMSSIFTNLNSLKSK
GLVFVPHELATLLGNSTYEAQDCDDTMTRLITDLGEQIPGIGQLFRITYRDSANEQTNCYSIHTRIGEPDLDHAIQYHLS
TTRNTSWPQFLTFDIQREWQNDSIHQVIFDFPKKLTLPTVERQRY                                   
>Tvag_XP_001300561                                                              
MEYKDDSEFLDDIQKSKTRSKEIVRMQMHLAYLDESEPASEDKNQAPANAEEFKVVRKFSLQKFLEAHPILNVKDLCNFS
LDQLLYLVDVVREHELSSRRGRKNGCDPLDALFLTLTYYCTYLPLQKMSGIVSLKQSYLSKIINKTTNRMFPIFIAEFIP
KQYSPCDKEFDNFPTCVAADDSSTIPFTVPLDLAERKSSLDAKNHCNGMKVQVLVNPLGQVIHMNTSFLASVHDKKVFDL
SGASDFLHVQRGVESVALGLLADRGYIGIQKYHPTAVIMQRGDDEEVTKRNNAIAHDRQIVERRFARDKSNWSVLAIGYR
GEKGNLPLIVQGLFALDNYHIDSTPLSEKDNCDFPCTPKDEKEAAATPEPNGSGSPMPKPRCVPKDLYLQTPETPMKIPS
PLAGYEKIDKILVKRTQNAIYNIETKMSIPGLHNEGATCHVNAVLQVLFYVNTFRKDVMEHLGDVEYTPVKALAEIYDQM
LHYRHKEYTISCSQFITTLGKQYFQQQDADDTFQKIVHDVTESANKPDIAVTFQYQTETPDESFYSVSLHIPLGAAGIDQ
GIKQMCTDDSQLVNISWVRRHCAPPYPLYVNLTLYKTVNVYFTTQNDNTNLTLNIYKAANHFTSLM              
>Tvag_XP_001293667                                                              
MKNGFRGERTSLPLIISGLVGLTNYNIDGSPLNDNEELLLFEDFTPTKVLPSSDTVAAVVAPSMKPSKRNIIAVAHQAVD
IIQSSQEANYLYPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSSIFTNLNSLKSKGLVFVP
NELATLLGNSTYEAQDCDDTMTRLITDLAEQIPGIGQLFRITYRDSANEQTNCYSIHTRIGEPDLDHAIQYHLSTTRNTS
WPQFLTFDIQREWQNDSIHQVIFDFPKKLTLPTVERQR                                          
>Tvag_XP_001292273                                                              
MFIGRTQPHTFVPDINLTNIQSQEFMSFIFTLEKDTTLIDEIVEYTKTKEIDEYVENGVTYKASQRLTLLELPPILLIGI
NRRKFFYNQNHQLEYKKIDWKFVFEETIDLKQFICIDSQADDQTPETQFSFYGCILHIGGANSGHYISIMAVNGNYFLFN
DDRVAYIFSGPLDSEMNFYDHISDGIVKENIQKRCVLLMYVRNDQIIQNFTPIFHCDVPDNIIEQIHWPQNLFEKVLTTY
HNANE                                                                           
>Tvag_XP_001289217                                                              
MFPIFIAEFIPKQYSPCDKEFDNFPTCVAAVDSSTIPFTVPLDLAERKSSWDAKNHCNGMKVQVLVNPLGQVIHMNTSFL
ASVHDKKVFDLSGASDFLHVQRGVESVALGLLADRGYIGIQKYHPTAVIMQRGDDEEVTKRNNAIAHDRQIVERRFARDK
SNWSVLAIGYRGEKGNLPLIVQGLFALDNYHIDSTPLSEKDNCDFPCTPKDEKEAAATPEPNGSGSPMPKPRCVPKDLYL
QTPETPMKIPSPLAGYEKIDKILIKRTQNAIYNIETKMSIPGLHNEGATCHVNAVLQVLFYVNTFRKDVMEHLGDVEYTP
VKALAEIYDQMLHYRHKEYTISCSQFITTLGKQYFQQQDADDTFQKIVHDVTESANKPDIAVTFQYQTETPDESFYSVSL
HIPLGAAGIDQGIKQMCTDDSHINEISTFLWVDVQRNWSDPNVFFDKFEIKKNYKTQLSDGT                  
>Tvag_XP_001282203                                                              
MAAVHDKKIFDLSKVSDFLTVKRGFDDYQYPGLADRGYIGIQKYHLTAVVMKRSHEEADVERNNAIAQDRQIVERFFARF
KSCWSCMKNGFRGERTSLPLIISGLVGLTNYNIDGSPLNDNEELLLFEDFTPTKVLPSSDTVAAVVAPSMKPSKRNIIAV
AHQAVDIIQSSQEANYLYPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSSIFTNLNSLKSK
GLVFVPHELATLLGNSTYEAQDCDDTMTRLITDLAEQIPGIGQLFRITYRDSANEQTNCYSIHTRIGEPDLDHAIQYHLS
TTRNTSWPQFLTFDIQREWQNDSIHQVIFDFPKKLTLPT                                         
>Tvag_XP_001308030                                                              
MKHLVQDFTFLGDPIDPAQHNDADEFYFDVVNNVYDILKAENNPFYMRIDGDYEDQATKNVILTINDDKLSFLIKTDVKK
TIAQQIDAYIAPEPIQQMSKGVMYDCLLKRKIINLPEVFVFKLERSDSKSYQIQPELVYNGVKFTLCGTIIYHGTIQHGH
HYSYCKQGENWYLFNDAQVGKTTWDHVLDESNDSAKMLFYKRVNNGPSSMTSLLADDKKFMHIINKFAKSSIDTDILVCR
YATHIEVGRIKEAKETKAKFKKPIPFLLTDDFFKAYLLHRNQSVRIEMFKLFQENFNATKDDWYFDFISDVIVSNKCYLY
ERKQFWDCCFRVFEPVKTISFVAFQNLASFFVNGCLSGIISKGANVQHLIATIRKCVDKQTLKQHLYKYRSCYGLFPNY 
>Tvag_XP_001306921                                                              
MINKITAIEQKLNVAHKRRSTDNLKALLKRPLIMYQRSMKKYIIIPPKQSEIVQRIQNLFNSEVFTPQQRGYFNAFSNAY
LNSDGHKSKMFETFLNGITNSGNTCYMNSILSLLANIPKFKYIIYTCDEKLQSDLLTELKILFAKLDFINHPNVTADNII
EILRSQIIDINFSEQQDAQEFILVLLQTILKGAPACTFI                                         
>Tvag_XP_001299033                                                              
MEYKDDSEFLDDIQKSKTRSKEIVRMQMHLAYLDESEPASEDENQAPANAEEFKVVRKFSLQKFLEAHPILNVKDLCNFS
LDQLLYLVDVVREHEFLSRRGRKNGCDPLDALFLTLTYYCTYLPLQKMSGIVSLKQSYLSKIINKTTNRMFPIFIAEFIP
KQYSPCDKEFDNFPTCVAAVDSSTIPFTVPLDLAERKSSWDAKNHCNGMKVQVLVNPLGQVIHMNTSFLASVHDKKVFDL
SGASDFLHVQRGVESVALGLLADRGYIGIQKYHPTAVIMQRGDDEEVTKRNNAIAHDRQIVERRFARDKSNWSVLAIGYR



GEKGNLPLIVQGLFALDNYHIDSTPLSEKDNCDFPCTPKDEKEAAATLEPNGSGSPMPKPRCVPKDLYLQTPETPMKIPS
PLAGYEKIDKILVKRTQNAIYNIETKMSIPGLHNEGATCHVNAVLQVLFYVNTFRKDVMEHLGDVEYTPVKALAEIYDQM
LHYRHKEYTISCSQFITTLGKQYFQQQDADDTFQKIVHDVTESANKPDIAVTLVSIPKSCTVALRASVHHLAVLTLYKTS
NVYFTTEP                                                                        
>Tvag_XP_001287269                                                              
TGNSHEYKFLASVHDKKVFDLSGASDFLHVQRGVESVALGLLADRGYIGIQKYHPTAVIMQRGDDEEVTKRNNAIAHDRQ
IVERRFARDKSNWSVLAIGYRGEKGNLPLIVQGLFALDNYHIDSTPLSEKDNCDFPCTPKDEKEAAATPEPNGSGSPMPK
PRCVPKDLYLQTPETPMKIPSPLAGYEKIDKILVKRTQNAIYNIETKMSIPGLHNEGATCHVNAVLQVLFYVNTFRKDVM
EHLEDVEYTPVKALAEIYDQMLHYRHKES                                                   
>Tvag_XP_001278863                                                              
MAAVHDKKIFDLSKVSDFLTVKRGFDDYQYPVLADRGYIGIQKYHLTAVVMKRSHEEADVERNNAIAQDRQIVERFFARF
KSCWSCMKNGFQGERTSLPLIISGLVGLTNYNIDGSPLNDNEELLLFEDFTPTKVLPSSDTVAAVVAPSMKPSKRNIIAV
AHQAVDIIQSSQEANYLYPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSSIFTNLNSLKSK
GLVFVPHELATLLGNSTYEAQDCDDTMTRLITDLAEQ                                           
>Tvag_XP_001277927                                                              
MKNKFTNFPDVVAAVDSTTIPFNIPSVKEERLYSWDEKNHCNGIKLQVLVSPDGKAIHQNVEFMAAVHDKKIFDLSKVSD
FLTVKRGFDDYQYPVLADRGYIGIQKYHLTAVVMKRSHEEADVERNNAIAQDRQIVERFFARFKSCWSCMKNGFRGERTS
LPLIISGLVGLTNYNIDGSPLNDNEELLLFEDFTPTKVLPSSDTVAAVVASSMKPSKRNIIAVAHQAVDIIQSSQEANYL
YPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTE                               
>Tvag_XP_001291369                                                              
SGLTNYNIDGSPLNDNEELLLFEDFTPTKVLPSSDTVAAVVAPSMKPSKRNIIAVVHQAVDIIQSSQEANYLYPIKGGIV
GLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSSIFTNLNSLKSKGLVFVPHELATLLGNSTYEAQDCDD
TMTRLITDLAEQIPGIGQLFRITYRDSANEQTNCYSIHTRIGEPDLDHASQYHLSTTRNTSWPQFLTFDIQREWQNDSIH
QVIFDFPKKLTLPTVERQRYQLIAIVAYCNFHYVS                                             
>Tvag_XP_001290820                                                              
NIVVPKSKVRGQFEVLDGPILIESLSKSKKLEEIVEEKIKFIYEKSKYPTTDKMRAFEQSLTHSSEIDFKNQKFSIKLNF
NSNFDEENDEYGDISNQSIKVILNPEFTKESLGFNWGSLCPLDYGYDGSFPCNQTDYGLEECIKQMSFPQKLENFNKWFC
PHCKKFVNAVANATIWSVADVLIMQLQRFTQENGEYKKLNVVVDFPTEIDMSPYLVGPQKDKEQKYRLYAYINHIGTLNG
GHYTANIFDSTDENWYTYNDEAVYKASSNTKSSNPYILFYKRI                                     
>Tvag_XP_001287085                                                              
YIPIEKGTLLAKLLNIEQPETKPVVSAAPLKSGLMARGLHNLGNSCWMNSSLQLLSRLPLLPDEVNGSKAPLAQAFKYLS
TDLKNSGHAIKPGQFVSALLARLPFLSVTEQQDAYEFFTLFFDSLRDEMGGNAKDLSGNDIENVKKIDTTTIDKSVSFIL
DSEMRCETCNSVTHIYQRTTAISLCVPYGASTTLGEVLDSYFSESSSGDDWKCDTCGNTTRCAIIPHIATTPQFLILHLA
RFRFGNNGFIKNNIKVELPLEISHNLKTKVSFKERITPFSLFISQKTSIFRIKLSSIAQINIEYHQILIFHYTHHVDTFF
ENELMQHNIL                                                                      
>Tvag_XP_001285721                                                              
MAAVHDKKIFDLSKVSDFLTVKRGFDDYQYPVLADRGYIGIQKYHLTAVVMKRSHEEADVERNNAIAQDRQIVERFFARF
KSCWSCMKNGFRGERTSLPLIISGLVGLTNYNIDGSPLNDNEELLLFEDFTPTKVLPSSDTVAAVVAPSMKPAKRNIIAV
AHQAVDIIQSSQEANYLYPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSSIFTNLNSLKSK
GLVFVPHELATLLGNSTYEAQDCDDTMTRLITDLAEQIPGIGQLFRITYRDSANEQTNCYSIHTRIGEPDLDHAIQYHLS
TTRNTSWPQFLTFDIQREWQNDSIHQVIFDFPKKLTLPTVERQRYQLIAIVAYCNFHYVVFLQKSAYWIMIN        
>Tvag_XP_001282123                                                              
NYHIDSTPLSEKDNCDFPCTPKDEKEAAATPEPNGSGSPMPKPRCVPKDLYLQTPETPMKIPSPLAGYEKIDKILIKRTQ
NAIYNIETKMSIPGLHNEGATCHVNAVLQVLFYVNTFRKDVMEHLGDVEYTPVKALAEIYDQMLHYRHKEYTISCSQFIT
TLGKQYFQQQDADDTFQKIVHDVTESANKPDIAVTFQYQTETPDESFYSVSLHIPLGAAGIDQGIKQMCTDDSHINEIST
FLWVDVQRNWSDPNVFFDKFEIKKNYKTQLSDGTYVFKIHSIIAYHQGHFVAFVNKGRVWFMLDDEITYIVPDGLIKGLQ
GGDVGSDLWSYLGGVKWLAKCVIYRKHKFYGAGDDDD                                           
>Tvag_XP_001583776                                                              
MTSVYLFWYPGSSQVRTSEVTIENVTIKVTLSPKSVSEVPLIEIVTTGLNKQQNLYYRINSEEEWNQIWVSKYRTFVQKL
QHPVTQNQHIRVYFKLENPLDFQAAKPKNTYTSPFLIDRFNENSNRDSLKVSTTSPSNNTAYSIQKSPKSPKSSFSYISV
ETPKEIMKNRDTLKVEKPKNSSLSQSSQKKNLTVNENEFSFGSKSSPVQKSTSTYKQSDRFDEIEISPSLAKNLNSPRRQ
VQNNTDKPDQKEIDLIFKARDQKIPILTADSDTKQNSADLPTKRKSSSSSGSTRRNSLHNDLASQQNKNDKIDSPKDPQK
PSNTALKPDSVTTGTENPSSNSLKPNSVPSRTEKTSNNLLKPSSAPSTMKNSNNNASTPSSAPSRTENSSSNSSTISSVT
RRTRNSNNKASTPSSAPSRTENSSSNSSTPSSAPSTMKNSNNNASTPSSAPSRTENSSSNSSTISSVTRRTRNYVQVTKD
DKSCAEYVGIGNLGATCYMSSFLQALFHLPVFRKLVFQINTDDILVRGLQQMFLDLQTSKEAVKADDLIRAFGWSEFHAF
EQHDAQEFFIKIINRIEEEVCKKNDEINKIFKSIFVGKSRSFIRPINPTDFKEIDSIEEFSQISLDAIGNKTINESLTKY
LTPEKLDGDNKYKIDDKEYDVLLGTEFIEMPTVLQIQLMRYSYDLYTGEEMKLYSPFEFFDEIKIPSQNGLIEYSLYCVI
VHFGIVKNGHFYCLIKPDKGNQWFEFNDMAVRPVTNDEVFGAAEHGPRQNAYLLLYVRKDKINEVFIKIDENVLPKLQRV
ETPPSAIFLVEGKQNDSKLTQKPFESHGIEEIKEEKPNLNQKPGSRMVGNKSSGTGISPPNYTQRKSSQEDRIDPLSILD
RINEINSQGMQSNNNQLNQQPKPFEKPQNKRELNISFDSDDPQPSSTKENPTRLTETVSRQTYNVSRQTERFSSSTPKGV
NSENQNKPVNDVRKVKIFLETEEGLKMNSYRFNFNIICPATQKPVDIPENYTRDDIIKEIKKQLKINGKFVNLWRIDEKN
RIEGILDEKTRAKDIRCHLYLHLSEEPYNPNDTYNFVYIHSENTFPFLFFYKFLQRDKFMKLDKSFLKLLGINYQKYIKI



YNIHDGELHHDMNTNYDPIVYSIYENIPNINEFVDKNVLENSNLMNSYVYLMNNSHSTFRSMYKTMFPSQTILVKDLTKP
DSDFVGFEVPKSIYMNQFTQYYRIVTSKVNGKLSFFKKSEGTERLQNVYSLDTDHIFSFPSRRSIIEVKYYTGIKYEKSE
YIEDDLTKIMELNRFPTVKYVRNNEFSVSSTYIDYIRVDYKHYNRPITVHECINTNYVDIYLVEGMSSYDEIMDIISEKV
SQEFAVYYGSRYRSFPFTSETKLNTITDLFVNVTMSNSFIM                                       
>Tvag_XP_001583335                                                              
MSKHKPPQDGTESLICEGKTYSGSFYVDSVDKLLDVYTSKKFLGDNLSLYVEISRKINSYTDSLVLYFIFLSDINSSFSG
EVEFSHPNLNTPCYKSENPNLYVYSKTSRFYFKEKPNTVIPQFTNGFVLKFKLIEKEKTDFQNNFSSLKNKLTFPSTDPI
PLNPFLTHVQFTRSSSPTIFYSSVFEFEKTKFAFALYRDEKQPRYKLNAMLSAGINLKSTLKLSISICNTSFTVEMKPTM
KNPTYDTNLTDKDVESFLNKENVNILVQSDSLRIFNPVPTTPTETNNLWGSRKDTPTYASKLNPFSFAAKKEKQEEKVLD
LGDRKPEKEEKEENLDKIIQNKKSTFTPASMPASSLPTPKIVEGFVGLQNQGATCYLNSAIQSFFHTPAFRRLVFQIPTT
GEEDPAKCVPLALQRLFGQMTFSNSAVSTKILTTSFGWTSTMVAQQHDIQEFIRVLTDNLETKLKQSNLDKELTDIYVGK
LRNYRRGINVNYVSETNEIFYDLSLPVLGCNNIEESFSKYIEVEELTGENQYNTEEFGLQDIKLGTEFVSFPSVLQIHLG
RWQYSQKSGTMEKINTKFEFSDELDLTKFLAENNSDKDGKPIYKLTGVLVHSGRYGGGHYYAYLWNEEKKMWIKFNDSIV
TTSTEKDAINDNFGGLSDAGIAKTHSAYMLIYVRKSDIEKIMKPVEKDQIQKHILDWLENGDKPVISKEEKQYLKVSFVR
FDEMTGFGSNLIQNKPSEQIDFEIPVLNSQLYKTAFEKYKTHNLRLFECKLKPEKLLANDEAVLHSTNVLKEIVVAVEIN
ENNNFEDPTNKFLLFPRLYKDKNLIPLEHMFIDSDSTIFNLEMFLRKREKINKPLKISVVSTDSSITTLKRSSRFSPNIT
NGTAFAVEIEDVEEYNYEKDENGIIDLFKFTPDSFSKFYDENNNAGYLDVYEIDNDQPQFTFKPSKVTMSIDELKYHLSR
ACGFEYQPQRDSLQIFKQGTDGKPSDTSINTKTYPLVKSLFSTNNDSNCRIYYNFIKDVSEAALADMVAYSVVYSEDNIH
NTKSAKLILPRGRTYNDIIVEASKKFEKDLTNCQILIFSSDKLINQIVVDKSILASIYQTIRLEIPKKVTSNSSQKVDGN
LTNSGQIFEQENEIGIEVTKANQQNIGILNVISKENTMKSEFICGGIIYIKEDETLAELSSRLETKVAELNNDKGSYMIK
PQYAEAKIPTEKSVVLHIMRNCKSNNLVFDVSGKSKQKSTPMARATSLKIYN                            
>Tvag_XP_001583084                                                              
MDGDAIYLTSDDQQISTAEGDETFFDLEDSDRHITLNFTLGYESEKLNVFTEYSTGELTPDFIYTFKIVNHLNSEYSLKK
VIKKNFKHNHNESFQLPDKLTKSNGFIKDDHITLSVSVLLRDNILIRSQSSSAVTSRLNSPQVPKFLPEKEINIQEIQEN
IPKLQLDIPKLQTESKNTISDSDSDVIEVTAIKKSHRPSSMTFSSDSSDSFNFIRKNSQNSEKPSQTNKTTTGKSQEDTK
ILQKNSKNDDESDSFDLELENDEEIKENKKEIPSKFETSSDDISFNFNSQNDTKSDILNSTSNAPFSGLINRGTTCYINV
WLQILFHLPIFRLHVFKSDNENDSEFLNSLRRLFYKMMIEPTGSQNPKQLIDSFGWDTGILSTQHDSIEFFTLLISSLPN
SLKKIVDDLFEGKLKQKIYKDDKMLTKSNQDFLTLSLDVKTAQNLTESLQKFSEKAKLQDYNGQKDCEMETTIKKPPKIL
IVHLNRFSFDEKGVIKLNDEFKFDEKFIYKTAEYQLFSVIVHSGSPNSGHYYCYIKPQMKDDFVLFNDTEVKFCSKREMI
ENNFGGKIFSAYVLVYISTIEINSIFVDVDINEIDKTKFEEMLNLNVFFDKDIDFSAKSGYLSYINRFPLHLKIPVSETI
ENIIPKLKINPKIDNLTENDKYLSKIVSDFNEGKLLDLKNISEENLRYFSLENEISLGNELQKSDKISVLEETKGVIILQ
NFPKKYIFPVLIYEPSLICPLRLFTILNLDEIDIKVSDVISISFSDKSVKTDNISLSVSNATLSFKTLINSQKLSEINLK
NGQIFILSSKTGNFDLDNTVKNCFSFDDRCKFNISFDENQNNLTFDTLHENMTNCQIYPKKLSLFMSIMKESFKITLTFN
NEITKDVYLLPDCNFGTFYDILQNIFGKRYEISKEKTTLFFFSSNSFTPIYYKFEDLVRKCLFQNKSYKVMSMNGISLLS
QKSFFRVIALVVNGPIIVKESEFLVTSLFTVDGILDELYERNLISSNKYKVLAMKENVFRFADETVYVSFYSNPFRVFSI
LSKDVLILTVFYFTRENSTLREYDKKLPFPVEIKPADTFLALREQLKEKYQLDTTGNKLFKVSYGIYGNIEASSVNDDEY
IMKAVNIEKERVGIEIVISNTLKLHQL                                                     
>Tvag_XP_001583000                                                              
MLEPEEVEELLKVFEKSANVKNTFLQAQRLIWEKSIFPSRFVPCSAFMCATCQTKPRNLSICLSCGNIFCLEHFADHPCS
NPFGIDIQTQQLFIYTQEHGRRFIFNALIDRLIVSAKLAVVDGMPMTSNLDPPTAILPKQRTPLPLQNLGNTCWLNSILQ
CFMAHPLIEKWFLSDKYKLDDIDTPIAAVHKMLYKMMLATNGRGSFSISDFLFCINALYPDLSSTEQKDSQEFFMRLRTS
LDDFYQQKFESHDFGDIFNWRFHIVESCEFCDQTQTHIDPESMLIIPIATSNSLEEAISQFLSGESPMTCQSCGHSAKKQ
YFFHTLPQTLSICLVRTTNESRNIANIKIQEILDLDRFVEPELKRTIDGAKYSLISTVVRPKTGDLGHFWANVKRNGRWF
TCNDITIKSIDVQDVLKEDVYILFYIRNGFVSRK                                              
>Tvag_XP_001582652                                                              
MFDDETNQLMEDLGLTGSNETYDFDVTHTFQIPNFLDSNGPFESITLPVGPFNFKATATKNTGSVPFLDFKINLINPPES
PLKITISITINNKEKSEETVLVKSNSTLSKNFAVMYFSNFISLRALKETPGFITDGTLIANIKFSSSNTESNIWGTATSR
ESTGYVGLENQGATCYMNSMLQMLYHLPAFRQIVYDLPTAEIEDPERSIPLQLQMLFYNLEFSSQAVSTKDLTKSFGWKP
QDIMVQHDVQEFNRILMSTLEEKLKGTESEKKISSLFTGKNQNAIRCVNIDYESFTETPFTDLQLHVQGNRTLDEAFEGY
LAVDRLEGSNQYNVPGHGKQDADICMEITELPTVLQLHLNRFTYDFDRDQIVKINDWFEYPESIDLSKYVTKKQENKKSD
KEAKSDEYISKSDKEEVKSDSQIYDLVGVLVHSGTNYSGHYYAYIKPEIDGDWYEFNDSVVRKAKKDEVFKANFGQNDED
DEEDEPKQKVLPKQRFSKRNFRTKNMFDKNRNKRKPVKRRRTVDHSAYLLIYVNRDKQKDVYLNERKVPHHLEVIFEKLK
KEKELKQKQLLQQIYETDVQILTDSDISDNETKYFSVKDVKNKIHVNLQQPSEKLYETVKEVYKLDSFTLWQCGAYGNPT
RIIEKSSEGAVGKFMSGTSTIYIQKTEVSDISDHILTFVKSFDGLTVNFEGSQIIEKTKTVNDLFTKPFSKAFIEEYGGH
AVEISPETVLTANIIHQGMIFVFQNTKETQTSELSKICGLFDLSNYQNYLEMKFNSFELKVKSKSDSEIKSIQVPMNMSI
PDMKQVISHKFNLDYDKEKDTLLIFEKEEIPLKLKRKTNIEFLKNSNGIEFELIKDINENEEILYQRIEISQNSFEISQK
FVKILKINTAIHSIYEMLKKENVLDHEMNEYRYFTVWGTSIWELLKENNTLNDDSLVLRIDLVPEDQKQLLEEEFLVPLS
HPDCEEFRPTLFKVKEGGTAKEMKEKLKSIYKVDDVSKWHLDAVTTLAGKSKNVTLKNDDTLDAYLKTKSLELHVYHSLE
KQTNTRNHVALKIL                                                                  
>Tvag_XP_001582490                                                              
MSDEDTEISERISNARQKQQRRYINFVDAKYEYKQNLGDLFAFQEIGENCSIIRGFKSGSIGGKQSTLYDPKKLAGIKSW
TGGFFPLSGLKVEGNQGFAVSVIYALSSCPSFRQFADIHKTTCHRIGCSLCQVLQFYQASETRKLTKFPLEIKVFDHKYR



PGDKGDSAVFLSGFLDILQQEELSSARAFGKTDQYTSAIGQIFRIEAINKIHCTKCGRIRQTKESYWTLCANKPLEDEID
QEFKTEITDSVCDACNGPIYSTQEMKTLPLVFTVQFPHWTAKGDFRKRNIDMSKYLSIEINDRKYKLVAFTAYEGFSAND
GRFSTVFQSQSGVWNHHSNGQVQVISVKMLDKFQPQLTFFSVDEPNEIDATSEFVKINNDEDENDVDIDNLEQQESQPEV
KYSIYDAMAEIKQDIQKEQTQSQLYRPKQQPVESKEDNEDQEEPIQEIKEEKAKIVRNPLQMLLKKSVHSTGTWDDGNTP
ERDVGPGFVEEKPDEWDAELDKGHQRKIRTKREIPEQNPFENAPERRRRPGDTGFKGRDGRSGNFSRGRDRDNRRGGFRG
RR                                                                              
>Tvag_XP_001582410                                                              
MEEDIQLAGGITNLANTCYISSTLQVLLRHKVFINLLQKYSEKYNDKDILKIMLNLYHSFGNPKTKLDPTPIVNHYNIDK
TKQQDVTEFMSTLLNDLIESIPKDAENEIRDIMTCKIEYTTHSNFDSVLFYTIPVLSGISVEDAFKITLDDSQSFARLPK
FFFILIQRMQYDMATKVMHKQSDPMEIPLELDLSGWKNPKYQLFAVIQHIGSGQGGHYRVCLKDSEGWVMASDTHISPIS
EKKVLETSKSPESPAYLLAFVTDMKDITTIRDLAVEETPSYFVTENVEKTPKRQLCAFTIPDDIEKSNEIVHPIKIITQF
FDQKTMEFGLPDEITFDSIDDANTHLELISTDPTLTVLYGYKTKYLEPTLPKDFGYYNSPLYVIFQKNDYRSFDRFPNKN
IVKVTYEFGSLQFTLDFFESQKISDAIHYGKRIVKEKFGIATKLESYFRIHKFLLPRSDSHTLKSLTMFEQSDLRVCFSD
RKISGNSKQTVKIQIYNDTNPTKKKAEISVESTAFPDFDDICASARDELQSSKVGLFAIPKQHNHIYRLVNPINPYLFLN
PENEILILDGSKSTVSLIVFGKTHFIMNIPNNLQDLISDIESLTNSDSISLSYKSDSITVNNFDNPKKVVCTHPNGYFIV
TSVIE                                                                           
>Tvag_XP_001582025                                                              
MRHLGKNPQWVEISKVIEYPPEVLEFYSQHLIEQTLKFEKEFANTLNDQTYNLKPISLPPNGLLNKGLMCFANASLQLLF
SSKEFVSFILFMKNNMRFFSIAQLASAPTWSALCKFARSYATEKNIISTESMDEFFGPFTSKRHPLTMEDAAEFTMFLLN
KLHDELQELIKLGDIKQDAGGWQAKGIKSGRITVSDECVKRSPITHIFGTIVRADTLSNGHSRSVGHEPYLVLPLDLSPT
LEESIENFLKFSDVDDGTSKKNSFLSLPSSIVIALKRFAFDGTGVIKRDDIIKYPSKLRLLKTDFELAAIVIHIGSSPAS
GHYICISKRTDGHWREYDDSDVYGIRDGTEMEQQAYLLLYNRV                                     
>Tvag_XP_001581336                                                              
MNEIRPESDFQTWLTLFMNCIDNADELPYYVEDFVKIVKTLREDLNLMKKYNILADKFLPFIHNNILMKILSNKSINTDS
KKVYFEILWQFVQIIRVEFDYHYSAIPKIITSIFNSENAIYKANPKLYPTLQQKMIDNTDFHYIMSKVNTYDLQTLVALS
NFAFEFFYKYKSNQHSDMALQILNRLYEIMKTQSRVNIKDSLSTIIDKFISLMKENKLFLIEPINLLYKIFTYELASDNI
IHHNSGIQLFFKVLTIPIGKEGHQKLINDNKSMEYLFKIPFRAEYIQNLKVLYSKLSVCGYLRDYIDEFWKLSNEDFFLD
LLFVVYHFSSVDDLNLHLVNFLKLKKDEKWVETATKIINENKNRQNAIDLILNGLQNDEKKFPDFVKIFKSKLLAEKASE
EDFLNTVDTIIQYKKINISTCHFLSVLLSKYNILDKKKCSELELIVFEFFCHMKTEDDTVLDCLILFVTKQMMPVSSELV
YGLISIASQFDSMKMFAKIMDFVKNVPFKTVLIVLMMDSIPVSKSLSLFIENVIYKPNLDRTEYLIGMEMSCSYICRSRE
LFGFNFLHYLSMNSKDQDFLLAAVVCFQKYILEDDCLTIFILFLLDYMADIPFQKTLVPMALYDNLNSIEVTVMSDLDKK
QSFYYIFVKYTYIRNVFVSAVDYFGYDTTNYSIFLNGKICDLDLPLSELKKSSLVFTIQKVTNNFNVIPRTIDLSRMVIQ
VNIYEFLVQNLSTKNQYLLLQNLPVSEKHVTTLLACQDLSEIFPLDRPYLLLYNFTILTSDLVKLSDFLEKSIPKFIVDN
LNNFSDDLMIDKCLRVLPTYLPLLDQKELFEKLMKLPMKFSKLLTKIIPVMDESKINIKSLLYSLAMNDSDDAKFFEQIL
SSFPIPVTFYSEISSKINKVPNDRFFSSLLTHIVVPTIDLMDLFDTVLYNDFYSFSSLEFVSKFLEQKFITKKDKIKVTE
YLSRTFFNFSKTLGDEIDSSLFISFWNIVLQVCDDLKDVLYKTVNLIMKDFGIEGEKVVLRKPGLKCGLINNGHNCFMNA
TLQCLCCCCQFLSLMLDNVFSEGINVLLQNIVEKMTFSNELYLETKSFCSIWDQTNYLKSNLPQDAAEFLSEMFNYLEID
VGEKNFEKYFTTKIDVKIKTDDNKILSESTEKMIMIPVNLNSDIFTSLKELYKPQRIKYNYNGKTVDAVLTKTYESLPDI
FIVQLKRFEYDHKTGKRIKLNDKVEIKKQFSFGDKTYNLQAVALHHGSIDNGHYTAAVRNVKNYYYCNDYKVERVNDFEI
KGEPYLLFYTCYEEDYTYLVQIKKRNMLRNLDLNISRVLLTKNFYKIMRYYAKKPEIEYNIVALKYFFNLSCHYLPSYNI
ELGNLLMESLLTKSELRLSMMQEFSSLDFVNSLIACPTKEIRNSTATLLTVFFSDLHLIDDVQLFVSATYKNFEIYTNNL
EEITSVLNSLLAYDDVKEKIIQWKVNQYIEKAVLVTTGPANNMIKFLTVVHPTQSFLSQLSPILQTLVSNGTKQEYLREL
IDECAKSREKIVKE                                                                  
>Tvag_XP_001581020                                                              
MFDNKIILPDGYALNQIIDRTVIRFDQDMICCQSMVRENLFMCLECGQIFAGGTVGSPLLLHYGRAAHTIALNLKTNKVV
MLPNYQELSDYKEISDIQFASRPTYTDKVINLILQKQKEGIKINNKLFYPGQLLFDLRSKQSSQLSVIRFISRITPLRDF
LLLNPQSTPLANELSRYFKQAFNPYGFRDHISPFTLLRSIQTLSNDKYNVQNEVNPVEYFTFILQLLNQEIPGKIVSKLI
CGKLNFVEDNNGDCNYTSKIINYWSIPLEPYECPLYRNGLEKEKIIPQATLESLLERYNGTQITVKSIGNRQIVQRKMSI
HKSSEFLWINVNRIRPASFGLEKLNLHIVHSDDGSIDLSKYGVNAKYDLVSVISHEGDVNSGVYVNYCKNEAGVWLKCGN
SDVTNSMFQVAATSQCCHLLYQRRK                                                       
>Tvag_XP_001580262                                                              
MQSGFRDQMIPFLPQLKGETPRSNSARNVFLVTSAWYRSFISWIEDESNTSPGEVNNTELQAKLQNKEPVEEHVDFEILD
KNIAETVFNHFHGGPQILRPLLADPKTQAPTIIIYPIKLIFIYEKENLTSTVHPNWTLEEIKKRVGQRRKFDPSTATFLS
DSTNVVIPDDTTAQKIIELFGAKIQVSLPGSMKMNPANHGKTASIASVGSIPGNMRMSIISEGSIFTAFLQCLARIPAFR
KAVSSYPVPEQPNENNDTPAIAFVRYFTEIMKQPTAHLNSETSEVSVAYNTAIYMKTDELNAIRHFELASLLHVMLKENI
VGEDLFKFKESHCEMCPKCKYCNEYESECSSITVELVKKLFRKAKLEDCLDDYYAAKKGDKNNRWECPQCKKKVLVREQT
KAINLPTILVIYVHRFVKESSHDYNYLENELIYGQTLNLSQFTGNSSDKYKLVGSLAHVGHTFTQRYKAFIQEEDGKKWT
MFNDNRSRPAPSGSVFEEPLAMIYLRE                                                     
>Tvag_XP_001579667                                                              
MNVNVAKFFEQIDNIIQNYKYSDGDKAYAITSKWYNAFAIAAKTKDNNFSKKIINDITDSNWRIDPRLTPKYDYVIVPQK
AWNKIKNTYKFSKEVEIPVFYNSELSEYVPCIHPKEISIYYSQTFATLILSEENTIKQVLEQSKKCFNINNNNYHLYNFS
LKNFPTLLSNEEQKLKDLTSNYSIDLLLSEKPYHVFLAVISRGICGLENVGQTCYINAIIQCLSHCKLITDYFLSNDINK



YMNGKEEYVKLTQEFIKILKMMINNRNSFIPMKEFKESLSNANHAFKDTTQQDAGEFFTSLLSMISAAIMRPKDQREPIG
DKELPDKAKEIVEKEIDNSFLGDIFYGLLNNKTTCPKCNHVTENYASFSLLPLRLPSSELKMEVVFYSIGMKKKEIYYLQ
KQPGKDFTVKSLLKDLKSSFNFPDLDRYQLVGIKELSDRNRKYHQYELITQSNLPREKLNNRDFIYIYDVSNIEPKYNIT
IAEIDGLDPIVLFYDPNQIMENSRDLPPNVQESIKNQLKTILGVENVTIPNFSKLNKIIIKIYPNIYPTDQDLSNFKHEE
MALTLENCLKLYSTTVLLDDKNLWDCPNCCRQVQATRNSFIYQSPKILAFYLSRWGFSIQKNAYEKDTREVTFPDTIELS
KFMISNTKKRNYELFGVVNHGGSMSGGHYTAGVKIDGTAYLFNDKIVTECQLSDLHSANAYILFYKLVD           
>Tvag_XP_001276995                                                              
MDEQRKQLKAVMSTTQLTPEQNAYLISIKWFNEFKRIIGFETDIALNEKIPAIDNSGLLRNGLLRRDIRENTDFAILTKP
TWLLLKQYYGGGPDIGVKVAYNPLKHQNCAITRNIALYILYQQQRKQFSVTTYEKVREIKDRALVYYNLTDKSLNLYEYN
NNNIENKLEDDKLLCEYAILDNQQLILTTAHSKKKEEPQSIFSYFSQTGTCTPGTTGLNNMGNTCFMNSTLQCLMHIELL
ANYFANTPWQKEISTTNPLGTKGELSIAFSKLLEISQRGSHSSYTPSEVRKAIIKHAPNFDGYSQQDAHEVLLFILDGIH
EDLNRITKKPQVDVVEGDGTNDNETAIKAWHAYKQRNDSIIVDLFHGQLRSHLKCPNCQADTVAFDPFVSLSVPVPQKKI
LSPAFIFCPADPTQPRKIMQFNIDMSWSPLQTKRFIQKSEGRNLNLIYAAINHEQTEITYTLSPYRPPSTHILYAIELPS
TDKLYAPVFLKEKEKGWIWDGDTPIAGPFLVPVLKQNPSEKELNDIISNYFSFLFDTKNPDPQEMYDKYEETRQKWRSLR
DDKNKFEISIRSNFFDSGTFTPLTKMPCLTRRCVDVIVNPSWMTKESGFKWSLFIPSRIKEFEEPVEEKSIDLEKCLDLF
SEELVLDEENKWFCPKCREFVQASKKMDIWTSPEILIIHLKRFAQISGFLTKNETEVQYPDELDMSQRIIGPHNGSCKYK
LIAVSEHHGILGSGHYTAHAMVGNQWYLFNDSSVSKCLRDMAHTKAAYVLFYAKIHE                       
>Tvag_XP_001314237                                                              
MEYKDDSEFLDDIQKSKTRSKEIVRMQMHLAYLDESEPASEDENQAPANAEEFKVVRKFSLQKFLEAHPILNVKDLCNFS
LDQLLYLVDVVREHEFSSRRGRKNGCDPLDALFLTLTYYCTYLPLQKMSGIVSLKQSYLSKIINKTTNRMFPIFIAEFIP
KQYSPCDKEFDNFPTCVAAADSSTIPFTVPLDLAERKSSWDAKNHCNGMKVQVLVNPLGQVIHMNTSFLASVHDKKVFDL
SGASDFLHVQRGVESVALGLLADRGYIGIQKYHPTAVIMQRGDDEEVTKRNNAIAHDRQIVERRFARDKSNWSVLAIGYR
GEKGNLPLIVQGLFALDNYHIDSTPLSERDNCDFPCTPKDEKEAAATPEPNGSGSPMPKPRCVPKDLYLQTPETPMKIPS
PLAGYEKIDKILVKRTQNAIYNIETKMSIPGLHNEGATCHVNAVLQVLFYVNTFRKDVMEHLGDVEYTPVKALAEIYDQM
LHYRHKEYTISCSQFITTLGKQYFQQQDADDTFQKIVHDVTESANKPDIAVTFQYQTETPDESFYSVSLHIPLGAAGIDQ
GIKQMCTDDSHINEISTFLWVDVQRNWSDPNVFFDKFEIKKNYKTQLSDGTYVFKIHSIIAYHQGHFVAFVNKGRVWFML
DDEITYIVPDGLIKGLQGGDVGSDLWSYLGGVKWLAKCVIYRKHKFYGAGDDDD                          
>Tvag_XP_001276815                                                              
MSCNHVIDDSKLAQRLYLSMTFTDAWKYILYPEQKVPKAIYICLTCNSIKIQESKMKKHNKKHNHDLFFEIISLSIYCCR
CKNHFLSTKLLTNACLTAIPTNPMVELSTGFPNLGRSCYANASLIALSNVKPLTTAILESSYPACRLMATVIQGNRHVNK
IFHSLLPEFSPTTCSDAGEFILALLELLFQDPNVKTLFGGRTTTFYSCADCKMCKTTSQPFSIFPIDINPQGWLNSDLET
NRNHLPRSFGSQAIWNIDHEATTTSSFISVMMHGNSNSISLEKCIETMFSPSKMQCSECKSQNASITEALTSLPEILIVE
LKRFTMRWFGVGKIYNFIDFPIEGKIDFGHFVPPDIEAGPTKYKIRSIIAHKGNMSYGHYVAYCSTFEGWKLYDDSKVSI
VDPQEVYSSNAYILIYSRALPEEVAVLHEQIRALSLPRGWGLPIRTISDPIKWIRIVPETPEGTVVLEVASSLAGGKITR
PITKDDIIHQFKMLYPYSTSKIYISEEDYNAIWKFLYFNGELPDKIVPVEHSDFQIGDCLSILQFPK             
>Tvag_XP_001328304                                                              
MAPTNEKQKLEIAKALEQNELKVGDKGYLLSFRWFSKWKKVTGFENEEIDPEIKLGEIDNNHLLDKDQIKITIMDNYDYI
CIPEAVYKLFFDWYGGGPEITVEMINSPATNTPVPLIIKWHLKIIFSDQEFEILTNRYEYVRDIKKRACEHFGINSDATY
LVDYWNKNVLSIFRDDFYLEQCYIINTQEILLKLKTDNRNTSSRGKFTISRTNSSMSSGITPIIATPQTLGHVGLDNIGN
TCYINSSLQVLAHTELLFQYFESGLWRRELNEQNPKGTGGIVAHQFAQLINDIWTKKQKVISPYDLKNSIGKFHPQFNNS
QQQDSQEFLLCLLSDLSGDLNRVTKRCYIEGVVGDGTNDNETADLAWKRHKLLFDSAIVDIFHGQLRTEVKCDECGNKKV
VFDAYSSLSIPISKTSLETIRYMYIPADLKRPRYIVKILVSEDQEIDDIFDDAQTRFKAEDLYIFPRDFLSSEFKITASK
TVKKIDFYAIERSCSSMQVLMNIVVPKSKVRGQFEVLDGPILIEAPSKSKKLEEIVEEKIKFIYEKSKYPTTDKMRAFEQ
SLTHSSEIDFKNQKFSIKLNFNSNFDEENDEYGDISNQSIKVILNPEFTKESLGFNWGSLCPLDYGYDGSFPCNQTDYGL
EEWIKQMSFPQKLENFNKWFCPHCKKFVNAVVNATIWSVADVLIMQLQRFTQENGEYKKLNVVVDFPTEIDMSPYLVGPQ
KDKEQKYRLYAYINININHIGTLNGGHYTANIFDSTDESWYTYNDEAVYKASSNTKSSNPYILFYKRIKVVSREN     
>Tvag_XP_001327533                                                              
MKQIKFDWTENKKLINKMIYLGDEPFIFESRVIINKNYFLSIKIHPKENKIQKLKCTIQVFDAEKRLDPENFTIDFTKHL
KYPLFFAINPSKFVCMEFSNISIVEKPDLQKIKNSNLNSNYISNNSTSILDMYEYRSNTTYHNNIPQENIPKPIPKEESK
VIIKQDPIKENITEKEPKIKEKPEKIISVPKVEKTVAPKKPSFSQPKVGFTYTPQSQIPQEIPKQNYEFHYCGLINQGAT
CYMNSFLQALYHTPIFRRKFLQMKSEDPVIKSLQNLFQMMNNEKYVSTEDLTTSFGWDSSNVLVQHDVQEFMVILIDYIQ
EHIKGTPYENLIKSIFGIENETTIIYQNNDTHSLKESQLNISVQLTDSITRGIELLTEPELMGGDDALDHNGVKMSATKI
LNFRRFPKILMIQLSRFSFDRETFMPIKLMDRCSIVQHIDIGKSYSLYCIVTHLGNSVNLGHYVTYVNSLDDDWYCFNDQ
CVDILKHSPLNDESITNNAYLLFYYLDECKNEIFHE                                            
>Tvag_XP_001325875                                                              
MSDRPPYVVGFKNLGNTCYMNATFHMYSMIQELADYFLDEKFSSSNEPIGLELHKFFSQLAFPQEPAISLASLRTAINYL
EPKFNNPDPQDSQEYVKYIYSTIMMKYPDCPLNLTKFDILDINNPENSKTNGILDLYLPPEVNQGDTIPIYHIFDFNFQN
SKIVFPPKYLIINMKLDVDHQKKCIVLDFPIDQLDLSKYIKNNDQNCEYELIAAMYHEGLFALDGHDTCYIKVDNKWYYL
NDAKAFFGSMMYSVCPFLGKEYHYLLRLKTN                                                 
>Tvag_XP_001324731                                                              
MNTLDDYKLWESNLLVNLKLFNKESKEIQLFLNFLTQYSENGIISNFNSQFIPATVHNFLSTILSLQPTDFASKSVVQKL
LNEIISLLTIAITNNHFEFATTLHRLFDSKAVLYRNSNTNSTTSQFLQAITNNYLKSNSFTTLLAKINDETQVPNINQLY



AFLSVLFEIHKWFDMVYLSKFISKISNSLGKFYKSFDSNSIRSLDNDLLQNVMHLSIYLSSLDECFKEVCVNTLDFAIIL
LQVDILDKQLIGAKIISFGINDLAETEEETLNEWFDKSNIFNIFLKRSYHESVINKFFKIYNIAALNGKINQDILYKTLI
KSANSSQTQRKEYFSCILQCFASKTDEIQNFVAYSSTTDKSEFLFDFMGFVSIFCSMQYQMQSKQAIDFLVNGLTDEKFI
KLSIQKILEFLKYKISMSLIQALFDGLSNLLKPKVDNRIIELLENVLKSIDMEEENEILRIDVSFADKITQVIDSGENNR
QILFNILFLLVTKFKKKMTRSQIEILFKKEDNYLLDFLSSSLKLQQFDFLFPSAIELLYNKIDEYDFVNANQSFSRLICS
FELSNEWQNNRVVEANSKSSPTKKIPRYAPISLKSEFPMTLRLLQVCKNEESTKIASTFLIEFAEQSKSNFGIDGFIFIL
KLLKNILTFGTDEAKIRAIKIILELLPKFEIDVTLEDVGIKRHHPRFETDLITAKIYARENYFDMKVNPNITVQSLLAKI
AAKIGCNKDDISLFYEGKNLGRPYTLSQYGILSNTKFNIIENKRKIRMQKFPKNSLPSVAICDSGICDLLFGYLEKDNEK
LIDTALVLLNQIPTAQKALDLCYEPNILEIIVKSKTWQNQKYLLESLDESLDYGDDYEEEDTTFSNDYDLIISLINKKID
IRAAPPALMILSDLDSPHIIKFFADYFNIALQVFLNARTDTEIESAICSFSRLQEIDNEKFADLLFTSDLKVFEFTEIMF
KVLISLINKMVDKTKAFDYLSKFVNEIEFHEKLSDIFFECLCHALSEESDVQKLMPKLKELLHRTTQGTLFVGIVTFLAK
VSEFQPMVIDEEISQIIIPRIIREQNETIQNYLIKIISIAVVTFPNVKQMALNVLGECLSKPSTTFGFTSMEFDYKDEDK
MCGLKNLGATCYLNSILQILFSDFTFRSELLKLKNVDKPWMKDLQVLFSSMQLSNNPIQSTSTFCKSFKINPAEQQDAVE
LYQNLLDSLPKNVCQKFIGKLTNTFEGINETFTAENKEDFFSICLDVKGFDCLEDSFESFISSQFLTGDDQYYAESLGHK
IDVKKFVRISEPPEHLFIQLKRFEYNLDTYERYKVNDRFEFPLEIDISRFTTSPNISQNYKLTHVLLHDGECELGHYYSL
ILIEGKWILFNDKTVGEFPKECFEAECFGSEDSADANYYSPSAYCLIYTKNDIPHKYSEDNSEISELIDQDIKKEIEEEN
DTFCRYESTYTNSFLNFILWLNEEKILLDYFFNVYAHSNLVESKRKMYNSLLNYKQQIISRFAHEKEHLLNILLHANDQI
ISLICELITSKVQIENKDDFIVIAESFAASLKQNFNKNNQVLSVKAKALHYLCKDISLSRTLIENIMNALFVLGRDPQID
QMALLSIFKEHVHELTEMDYSNLLAAAPNLLISINGTSLMAVFVTAAKEKLIDLITVLKTILSSADESYSVFLFNASVGF
IPVALLIEVFKECGVTNLTIAKTLNLALLRGNIMLQAKAILFDLLLDENELTRKYAEKFVKGCFPGEINEKTAEEILNGI
PAIKNDFYDDIDDDSDDDLEMINYDDIDINNFIEQITEFLNTVDIIKYDTGFRLTSLGRTLQRVIVRQNTKELASALLKL
VEKLGKSDANKLEFLRALELCDEMNLKAVVDEDFIENFVNTIFPINFDNVESGCTLFNSSFVILKKISQSIDSFMILIML
PDFFESMVSFIEFCEYNMSLDFVAFVISHEELCQSIVSVINDNDRVVSTSKSNLLAILFNLKTDEETEIKEYLVAVAIEG
GLIALSDSFMSDDSDLQSTFQIHICEMIQDVSFKFKHSDIHSQFISDVVTKTISADASFVSPNISKMINSILSEKSAQHL
IRMFEMIKTGNVPIATLCMILPAMAYANSFKDNKQKVLELIEVAKKAVVEQDESPSSLVSLFLELNLKDEDVLHSLKELM
QLVTDC                                                                          
>Tvag_XP_001324154                                                              
MSQSFDSDESDAPAQKKDEGIETELDECILVDWSEPKEKYKFQYYSPRSNAFVVTIKSTDSHCIPVKFTLERAKSPQTFR
LFASITNNFTNDVVSKYVDTVLSAAVSSATVKLPIKPFDIIEDGWTIEDNLCVVIKIFRLKKGIKIAPKEQKERKRKSKH
EDSDGEFQVTEIEKFSTSSMGITSRAQDIKSQKQFRMNNFLESQILLGEDGIAAPYCGLLNLGATCYMNSFLQVLYHIPY
FRKLIYSINTTNEDHRTSIVFNLQRLFALMEMSPYAVSTEELTVSFGWNEADTNVQHDIEEFSRVLMDAIKSKLEGTPEA
AEIQKMFCGEQIHHIEFPKVKKSLSNTEAFEDLQLLVKECPDIYKSFQHYISPQKIDEYKTDEWGKQKAMISTLFTHLPD
VLILHLQRFEFDPNSLSMTKINTRYQFMTEIDMKDFMDEASNESTEFTLTGVIVHSGNPIGGHYYSYLKTKNDSQWYLFN
DSSVRTATEEKAVSTNYGGQGSIDDGPFFGKPKTYSAYMLVYVRTTELARIFAPITSQCIPSNIVDVVREFRRREEERIA
LETTVKFSLYTEECISRSVCEYVEPLSSFTFSPVTVTLNTSDLVTDLYNKVAEILKADVKNVILWYLAKDIFVGQVPNNE
TPIKAMPTSHIFAQKLQPNFPRSIHIFFLIYYDRKSPKRPFKYITYMMPSQLKEKLGEALQRHLSAVQVNFTSPPTCYGF
RNDRNILSKLDLAMSFKTLHLKHCSYIFLQPSDKKEATFPEGLPLVPQFEDEGYEYFYDVFPEEMPLTPEQMFADMSLEY
KFHLVSNTGNKVLGKGIVPSSISFDQLRQFLCQISGMIYDDQTQICFLYRENDIKPIQESRLALNKSFIFKPSPTVNNVS
VLIVEKSDNQKTDKCLRLITYFSEDSVHVGEPDVQIHDFDETISDLIDFNKKKNEVADDRKVRACGINNGKIGKLYNLKE
NLRELENPVRLEIVPEYQMNIAQSDFFIRVSSLGPEGSDYFSDPFYFLVKPKETFDAAKERIKEITKIPDEVFKTLAFKM
KTRSDYGTTTLEDSMELWKLMSAYDRLFIVFPGASDFPVKRRAIVVNQSLKINH                          
>Tvag_XP_001323763                                                              
MLENNIQFPTETEVVSKLKESTISAEFINTINDVISKIIGLNSRQPPQKSNTFIEKLTPLILSAIVVDGKLPSSLEEQGL
TFIHNYVQLITVIDLIGKLLSGICNVLPKEFRDLQSFSFNPPEDEEYINKIYEFSNPDEFLQPNVKKLSKYQQKLIEEVF
KLNIFRHFFEVCSSDQLTNTTISGFIQFSKCLFNLLQPTSATAILEQIIKCFIPHLVKYPDIQVGPQYLLDLIRLIPTIS
NTIMAFLCEIMLKQTSSNNVAINVLELPQALESEAVKKAVIEILSQPVTSKHPKLMQTVASMLPKLSANMPFTATEILSI
LSQKSLFDEYHCNLVNGLILDMKESPEPIADFIISSDHFNARLIMTLIQVIPLTNSFSKILFERLMRDQDKLSPLSMKGL
IMNDSVRKLIQNALDDTNNIQLIQKIAYFYKNASYLKDTSNFLLKLANVSITNPELLPSLDMFSSIIFNIDSKNLLLTMF
KMILQSMFDAKRSIPPGLIRILSHWLAQAEELPEKEIIELLGNIDYSNCPTTLPILVDIITERAVDKDLIEKFVFKIATD
TVKPKLAKWAVNIIFSKIHQKADNVHKFVDPLVQHLSDPDKCDNASRMIYESVLYETDFFECKSPQSLSQQFTVKDINKK
MTMIFHPFHSSRYIYWRVSRDSGTPINNFDLYFINDGVETPILYGMPLTELSFIGNKNIKLVMKQVENKERMNTEPTFIR
YLAKTGIDAMMKVLDFVSPTSERIFQILMLLAPIKTSSVTTPLQKVVVGEGCNPMEFVGSSKVLPYAIALTNDAIPNDVA
QGIVEVLVASPLDHISMSIAVKFFPKIVNEFVFTADMIRRGMIMSKSVPLRQMFLELAKKTTDPDPFVACLPDAIKVNYR
ANTEQFFEALKLFKLNSDIFTPFFEDLPQYEDSYYIDPDETLIQLLSLIPKTKETTELVIKRLFMMPTVEKPISPFILSS
ESREAAFNFLQNDLSTSILLTHVNQIPSIPSVYLKFSDDFTYRARSGLYNLGSTCYINAVLQCVNALPNVSNKILSLQGN
DYPPFVMQLRELLARMRYTVEGALSVRSFVETLDSFNPDIQDDALIFYNSNMIENLSKSIGQDNDIIKELEGESTLAYVS
ISDGKELSSQTNNFYHLTVPINDLTNIDEGFKKHFSGYIVDYNVGDGTTVKAICKPRINKWPNYLVLQLERYEYTVGERI
KLIHEFAFPIALDPNRISQGSQSVHCDFGYSLAGVIVHEGDVDNGHYFAIVQGDDKEWYYCNDHNLEYFDVTKMKQWSFG
VGENASAVREKVWTGYLLFYKRSDIVPEKPHLEKTLQQMIDTQNAQFWPNVVFYSHQFLDFVMKHVKNSNFSQESIELAF
ICLFRISVIKDEILSKWCSFFENSILTNKDRANFIIKLIGSKLGKTFANLISISDSSYNNISSLVMKALDKLMDNPQSII
TLIKCTDEFAHKRSASFTLDLIARCTDFNFDWPNEEELLLTIISYLESDGLKDIFKGLAKQHSTAFAKLMDPVHDLLMTK
GITAPIFAIFSIDGINRLTNSARKSDTFMDLLQKIAKIRPSLYKDQTHASPQTKQILQQITIPTTDDTETFFQKPEVDTR



ILTITIMKTLFSPEEKERKSVAAFLKQTVGKPTDETMKFLNLEFARGKIWDEKICEESIMCQEIIAEIPVCIDYLSKSPE
VVTEYLDLLTTVSCLAPFALSTSLLPLAAVLNEIDNENVIVQIVTCMVRTTAVIRDFINKVDPSTIDKILSLEITNSSMV
LFLMICGEKSVNSNLLRANIEYYLSEESNDYCLLLADFVTKYGSCEFEIPDNGNGFEQLSLATSLWDFFTNNEKKKKQLA
VYMISIFDLIINSPLFASHRVVKEAFERLKQTNCTEQKAFMKKIASIPWYSKLTK                         
>Tvag_XP_001323132                                                              
MKHLGTNPKWIEISGNVEFPEEIASAYKTILQDGKDSIEKDFATNLQTGKYFVTPMVVQPRGLMNRGLMCFANASIQLLF
ASPPFVSFANFMKTYYPLFSDKQREVIPSWTALYKFLNNFKFSDSASSDGVYTSLKSLDLIDKASATNTDILNEVFGPFN
AKRKPKTQEDASEFLSYFLNKLHDELCSLIELYPVPESSDPNNRRTVIGGKIQQIVDTQGKLSPLSKIFATFVRSETLDH
HKVRSVNAEVTLVLQLPIYEIKSLGQAIRRYLEVEQITDTISKRNHLTALPMSLIIGFTRFGFNDYGPMKLTGIVEYPEI
LRLEADDEKFSYQLSAVVEHIGTRPDAGHYVCYARRFDGQWLKFDDDKVSELGDEGHLGLQAYMLLYNRITSE       
>Tvag_XP_001322433                                                              
MTIAYAYVGGIKNLANTCYMGSSLQILYRYKPFVDFLEKNQAIPEIKVLYEFSESIRTQYITNPSPIIDVMKINYTEQHD
LTEFFAKFVDFISKCYKQPEPNDFTLLFTNSLFISQEVPLDTFIFLTLPVIEDLDLQQLIHIQLESRKSKFHTKSTDLFL
VQLNRMTYDKNTRSFQKNCSFVMIPSELDLTAFGGEKYQLYAVSTHIGTGFKGHYITYVHDAAGWIEINDDLITEQTEGD
AFSKFNDGNRNAYVIAYVTNRNNIITLRDKVEMHLSQVVPIEITSYSQNTYNLYIKIFDSSTMSIKEEQKFMQTKESAIE
IINSYSENYDVQFSIDNKHLSEDIPHEFLYNFSTLYLYCQSKQRIYMSDVFFTQPCEYEFTIYQTPVKFQGKFHPNQKTN
DMLKFAENVLFTYLNLRKQSITLLIVDALYGKTLFYNVPDNIPIKNFRHLVKSNSITIAFSELLCPKIEPFRIKYLKKHR
ILTYLEEIHFDFKEIKGLTGSDIITNKFGLRNLESTNIYYLSKKYTLIQCTDKTAEELYMLYVSHPLYLSSNIPENVFEC
FEFDGRYVQLLEINRDDTLGTIVNRLNTELKMTFALFFSINRVDLIDDPNFSDFFSHPNGCFIYSIQC            
>Tvag_XP_001322341                                                              
MITPEEDFETWCMVITSTIDTVSSFEPFVPQIQDLMNQLIENREFKDPIKGKESAFIKELYWKIIPKLKKLGSLPENEIL
IIVNCLKAILNFTIQALEKEIPDYFCLIHQLIPDETWSLISKNTNSNIDKELIEFIKEENLVDKIMKFLDKETDSYPLII
HSTQALILLQKHISEIDLNDVSKKFTKHACEIAKERIRQIVPNDIYQILDKITKILVEDESVFGWLNLFEIFTKCEIFNI
QLFGYQAFKYMLDQKDIQAIVLKWFLDKEHLSLLKKNAMHPEIMQYIASIIASLVKENLISFDIIQDLWNQNSQIHPTDL
DKFYQMFILISKYIPVEYLFDFCTMCIHPNEKNQIWFQFLLYLAHTISSRNDALQQYEVIRNEFWNLSFDENDLQEQARM
ALKTTIGYHLTPTHLKEISSQILDTFPTFEAYDILGTAVNALSLPGTDSAVEFLKRAIDTLQDSEEETKLPIFNFINNLC
VGNSVLIDEEDCTKIFALSHDKDLYNFLQEAVENDIISLDEIRKFLNSIEFSEIDQSFIDLVKIVMQKSTPETGITSIPF
DGDEILWKLSVADHPQRTDSMDLLVRTYLNNDQKFLSDYDMIDGFIRKWLSVFKQSENKHLVLNILRFFIVDAEYLVDYE
IYSRTPHGLEVSPKINVEITGSGVISTQKHSVPENMTIAVLSRRVARYGKVPVGSFTLKIAGKELTSISTIKDYAQSGDL
KITAYPATNQKVVDRVFTELPSEYVADGEIPSILYDLLKDDVKEAKLVLDCIPTMQYTLAIIESIQYLDHFNYNHFLPVE
FPMLFMYNFETLIAMVEPGVLLKTGGIDYLIDCMSKIQMTTNIAVINFFETKLSAKDKKYSAQKIFDSLFGRLYNNFEDE
KLYFTLIANFLVKIEKLKGVDIALPSYFPDAAKKFFLCQNREIMKIADELFMELTINQDILIPLVFECPDENKGIILKSV
SFHIDQFSQELFDLIMSSLDDENCKYLNDALACMLEMVKIGIDNDHASKLSNRLIQKYLQIDGTCDKSSFLNACRILGRL
NTVELEEHIRNLHNSMHPVLKWSTNGDCPRKSPSGSGLMNLGATCFLNSALQQFFYIIPLRKAILSYEGEDIFMLSLKTL
YSRMLLSRHYAQSPADLVSKWVGWDGEPMNPMMQQDACEFVQNLLDKLEKALGVDFIQKLFQGKTIHHTDGLNCDFHLES
EEPFYAFSMPVKGVSSISQSLEQLSAPDFFTGDNQYKSDKYGKIDAKRYSSIGNCPPFLIIQLARFEYNYATWTITKIDS
IYNFPVDLKFGGFDYKLNGVIVHIGTANFGHYVSYVKDRETDTWRFCNDENVTFVSEKSILEAGIGNSSKSAYLLFYDRV
DYDYDKSDYKVSDEMKETIEKENVTLDEINILFSTPYFKLMSTTRDNNSLFYMCHVLPYTIFQEKAPKFFRKVTESIKDD
ENMKKYLIELIENKSFSKPLFFALDQSIRDGAQNLFKVVKSEVIETAIISLFNETEHICENYNSIENLFSVLNDCVQTEI
GYKTAIDKNWQFSLHAILSKRIPDYLNEKKNIKKDMFFGYLDFTSLLTMMSLLPIDDQLKTFLESDDFIKEIFTSKTTIE
SLSKLLKSANYDEEKLDNFLDKNSVSLSYTKVVEFILRMYENGFDKIDKFKFILGERMSTLHDKFACFCYLVKNCQMSDF
FLSNIDQWFYYIVNEDQTLRTFISYLVAFIIPTEYFNFLSYFPQNDFDQEEMKFKPSKTVDIEKCRVISGHFTSHLEELL
EGFEDKYKSSKTVFVSLFEVFAGCYEIDKNKENINCIIKILDCLRPIAVDYDATVQKILSFLSKNGIHVKASDFIRQPSQ
TNFCLSNVFINALISHLSVEGLDEENSYKVFKFFGEPLNRIQNNNGIIQILCLAAKCQPQIALKYLNETEMTVNNYLNQL
TIMKSANITKPVLDKLNDFICQIKPSNVNSIIEDSFLIHGENQIERKWLEPLVDEPLLAGHAKYLVYKNLGIEEEDFRMK
FFIEETKSKEIPSEKIFIELVQAAKEAIECGLDPKKLSGLSQLCERFKDKENFREITKELRETLEKTEES          
>Tvag_XP_001321852                                                              
MQDYDPDTLCAVLTISLDEGTGYAAQLNKLSSFLEQAKMKGLPEPYQDLTEILVYESFPPILTKVLQLESVTTTDEMAIL
AFIKTAIGIIMWSFTIKKKYTLLKYLSQIFDPSMPIYIYNGRKQNLPYSSYMTDFANNAKQKYIHVMLFSAMGKDLSIDE
LVSVFDVIRRLCMLLGTNAIFNKIDNQVQSINQAITNILSEQNDRNLHHKQIIQIYEYIFECVNHPLIVDCACNVVNRFI
TSDIVEVKMSGFRLSQIIFTKAITGITPLTGSQTNLLAAVSKNANSIEQFEVIKPIFINFAKHNHLSPVLIKSLYESVKS
QHASILNKCEIIFADIALNLQNPDIILEFQDLSPNILGRLLEGHQYARVVSIMLWSNIRDNSEVFETLTKTASRADLGDL
IPKAVELSSEKNFTEKSVTLIDKILSNTKTVFNPSTLVDQVIEHENLESMIMTLVSIMSRSKSHFSAGQLSKIFEKLTKE
SQTKFFKQILPDIGLSLVDQDSIDPLLRIINQTEDIEILRHCYINLQYSNANPILITTVFNAAYEKIWQNCLKNDEQSMK
LLLEVKEPHNLPSKVMEITNKAISVLQTKSDTALKLLSDCLNLCNEYISPLSLNYKPHKVSFDNELITIKVTYQIKNFTI
NCLKNESVRTIKPLAAKSLDVDEQSIVIYHNKSVVKDGFVRDLTPPEIEIRIKNEYDKGVHFTLKNHPITILKDHVNELF
QFLSEENLSLQCFNVLQQLPTPTNYKIDNLKYSEPYRYLYQLQYIYCEKEKNQALIPGVKEIFENNFELLLPESKLISLF
LISEPSEKMIGSLLKLVQLPNDEYFVKLSDMLIKLVENLQVDLEENDLKVLLFDERRNFVEKLLKTKLIKNQNFSKIWTI
FNSLQNYAEHVYIFTEISVPLEMAGQLEQILRNCDIKNSEVLTVLADLCDRWNEFPISIYSERIMNDYILCKNKNVNVNF
APFQFILSMMKRSEEFKQNTINSIFQTLPMNSPWGYTPSNEMKSIATNRCGLNNLGATCYINSLIQILFSIEPFRNFIIS
TKFDDEGLNYLHILFTKLMYSDSHYVDMKEFTSRWKDYDGQPVNVRQQQDCHDFLLQLFSKLENYPIMSLFTGLTIEHFI
GLTNDFHSERSESFPSLSIPIKDITNIDDSLKLFCTPETIEDYRDEKYPEKFNIQRYTTIEKLPPILIIQLKRFDYSVET



GMRTKIDSIFEVPDEFEINGKKLSLIGTVVHQGDAEVGHYISYLKGEKWMNFNDQSTKFVFLEEAKSANSGVGEYGTSAY
LLFYKNNDYKEDFGMEIKVDEEIINQIKIENDRLIIDKVYYSKQFVDFICHLVDYKECNQIVINYFMKVLSHSDDNESFA
KLSQKILEKFDENHLFNDSLEVIQNELAIIKYILVYSTNKEIRNIFTQFMKQIFTRMGSENDLMITIFTFIYEWEMEILQ
NWRNSFDIFSVLEVFTEISRENCQFLLSIDADQFLIKFVTEEVPTFVNNKQNQCSAERFKRLSDFSHLINTLVNLKVPKA
YLTKDFMKWVISSEKIGDAIINMIVKLKIDNVEKFIDIGVNSISEELVIDLIAKTDFMCPRAWLESGPLCSPESYSRMAR
CLSTVDDLSSFTLKNYELMGALLFAKNQIVVQEAINSIKVNRRKNKQNKQFFGPFFREINYIPIYSRNFYKTNQLSAAGS
FDNFNGFQLLRYLTDEINSEENSEIEITQQDVEIVVSNLEKVVKVGGKFDAHTVCMVELATSMCMTNNSKIEKNEIERVI
EFSRKAFDVIDIKCSHRDYAINSYLKLLEMCIQKTRISVDQLMPENNSNLLVELIFRQKYNKSFIDFCKECTKRYANSTR
LYKIVCNGLFKEKVTTNQLYEILTMFKKDVVTANSMYLLGKTESIKYLIEGITKLDPNVDYFDESLLFVENMMYNATHQV
YDIMLKNNKIVESFFRMASSQDMKKGKSHIVKILSFIIEFGGENIDKLFMSDQVIGSELDERSRDEWVSSLLLLICKLWI
DKKPPNSLLVFLGREMSTHFRQTNDILNMRATLNSLVQIKQNINPMFLDVFFDVLHTEKVIHLPWRLKCRGDETFEGLFA
ITMTIVMKFKDRELLDNLSKAAEISASNSPFHAKLKQEISKL                                      
>Tvag_XP_001321687                                                              
MEYKDDSEFLDDIQKSKTRSKEIVRMQMHLAYLDESEPASEDENQAPANAEEFKVVRKFSLQKFLEAHPILNVKDLCNFS
LDQLLYLVDVVREHEFSSRRGRKNGCDPLDALFLTLTYYCTYLPLQKMSGIVSLKQSYLSKIINKTTNRMFPIFIAEFIP
KQYYPCDKEFDNFPTCVAAVDSSTIPFTVPLDLAERKSSWDAKNHCNGMKVQVLVNPLGQVIHMNTSFLASVHDKKVFDL
SGASDFLHVQRGVEYVALGLLADRGYIGIQKYHPTAVIMQRGDDEEVTKRNNAIAHDRQIVERRFARDKSNWSVLAIGYR
GEKGNLPLIVQGLFALDNYHIDSTPLSEKDNCDFPCTPKDEKEAAATPEPNGSGSPMPKPRCVPKDLYLQTPETPMKIPS
PLAGYEKIDKILVKRTQNAIYNIETKMSIPGLHNEGATRHVNAVLQVLFYVNTFRKDVMEHLGDVEYTPVKALAEIYDQM
LHYRHKEYTISCSQFITTLGKQYFQQQDADDTFQKIVHDVTESANKPDIAVTFQYQTETPDESFYSVSLHIPLGAAGIDQ
GIKQMCTDDSHINEISTFLWVDVQRNWSDPNVFFDKFEIKKNYKTQLSDGTYVFKIHSIIAYHQGHFVAFVNKGRVWFML
DDEITYIVPDGLIKGLQGGDVGSDLWSYLGGVKWLAKCVIYRKHKFYGAGDDDD                          
>Tvag_XP_001321663                                                              
MEYKDDSEFLDDIQKFKTRSKEIVRMQMHLAYLDESEPASEDENQAPANAEEFKVVRKFSLQKFLEAHPILNVKDLCNFS
LDQLLYLVDVVREHEFSSRRGRKNGCDPLDALFLTLTYYCTYLPLQKMSGIVSLKQSYLSKIINKTTNRMFPIFIAEFIP
KQYSPCDKEFDNFPTCVAAVDSSTIPFTVPLDLAERKSSWDAKNHCNGMKVQVLVNPLGQVIHMNTSFLASVHDKKVFDL
SGASDFLHVQRGVESVALELLADRGYIGIQKYHPTAVIMQRGDDEEVTKRNNAIAHDRQIVERRFARDKSNWSVLAIGYR
GEKGNLPLIVQGLFALDNYHIDSTPLSEKDNCDFPCTPKDEKEAAATPEPNGSGSPMPKPRCVPKDLYLQTPETPMKIPS
PLAGYEKIDKILVKRTQNAIYNIETKMSIPGLHNEGATCHVNAVLQVLFYVNTFRKDVMEHLGDVEYTPVKALAEIYDQM
LHYRHKEYTISCLQFITTLGKQYFQQQDADDTFQKIVHDVTESANKPDIAVTFQYQTETPDESFYSVSLHIPLGAAGIDQ
GIKQMCTDDSHINEISTFLWVDVQRNWSDPNVFFDKFEIKKNYKTQLSDGTYVFKIHSIIAYHQGHFVAFVNKGRVWFML
DDEITYIVPDGLIKGLQGGDVGSDLWSYLGGVKWLAKCVIYRKHKFYGAGDDDD                          
>Tvag_XP_001321240                                                              
MDPSEDFATWCFVFDASAIPGNDYQYLIPDFIRLINEIISHGKLLGILEQHTQQFTSEFVPQITRKVLNFRIVTADEIDV
ICSMIVAVSNLAAHYFCTDKLDDFEKISFVFDCSNLFYSTNTTYAPLSTIIEQLKKEEWFTKMNERCLRDDVTVNHFYFY
YKIFENILSPFTNEDATVSFTLNHFVQFIDKVEPDNSKLNYAIIYSLGIAPFAPNVDNFFEKILQYAEKCIYSRKVNIQM
HGATILSICENSTGTSRAQYQKWKENTKLIDFLASEDLHSELLKALETVYISILTPDSLYKLWDASLHAHSSKKPLMMKI
VSKGINELSNSEAEKFIVEASKDISVDTLDFLIQTMFNTSSSNMELSLFIYKLLLNLECESFSNSVCKMIDYSISEIYKS
NLINVGLECIEGPHQSDIADIFSKILDISYNFDKFLPFDFIDHIISLVHDKKINKTHFIRVILSYCKKIHVIDESMLSKF
EQFGFEDNIWSFLEGMITNISTSITTECYEKLGEILLKQDKVHASEALAKLCIQYVLIYAYKNYVLISKYDSNKSISFPK
EFELTKFPIKYLELIHDIYFYCIDESVSELAQKKLLQLLSSSIDKKSTVQYSNEILSMCETSKEKLRGVVLIKDFLGMNS
IFRPEDFEIQPHKKIQRYGERIINIYDELTKKNMKLSYDPRTKPREIMERVSCILERSQSLFTLKDKSNKSIFNYVNMEN
VSDREVFHVVAVEDYNIANIPQYPLLYFVEDDLSQKIYDIVSESDSVELTNSCIELLDLLPDCGLIISIFSDEEATEELI
GHIENESLFNYILEILMNQMSINEEYYIQLSISIYSILIGKLESPKISTNVINLFSQHFDMKFSENIDLLAPIIINSYSQ
SENMDNCYLLMYKINQIKPTEINEVFLHKNREKIIELLSKCNLTNWGSISRFLSLLDRKEVFEICLEEVNKGNENDKFII
MMMNINLPYISDNINIRELIDTFIKLFVQNKQNDNDTSISQICCLLTDLINRCVDENQDYKELSKTVLEFALTKDDATVQ
ASLFNLLKVIGYDKPYLNEYINNIKLDKFSMNPDERRLQTQSGLKNLSATCYMNSVLQQLFSVKTFVNDFENTTEELKPG
ISELQMLFARMNYSKEKFVDTTPFCETWLWGKTKINPREQQDANEFYQILMDQMPKDINKYFRGSIRNIIKGEKEEYESY
NNEDFYSIELEIKNTNTIENSFKLFGVAERFESHFAEKLNKKIDILKSAKIETAPPIMVFHLKRFEYNLQTFNRIKVNSN
FQFSDEIDISEMMLDNSNPCKYNLTGIVMHHGTAQGGHYTSYVRVNPNKWISFDDTLVTTIEDKNLKEKAFGKSDEFDKY
DSFNDDDLDDTGTSAYLLFYTKDGENTQCDVHFKEEQIEEINKENDFFLRVQSLLSSSFLDFVCDTFDNPVPYFINIFCR
SNLNTYDAKMPNCLNHFVDTNEKSKGILEDLFINNFEKVFEIYKSCSLPMILETMRTFTMKTIDFIGPSISLQIINNFID
NFPSLTTVWRQIPDVCFVIEHFIVKYPKSANDYGLADHVIEIIKLIYSPQRTQIYLQNVNISNLLKSLQFVDHFDYKALV
EYTNSIFMSTENTQAAGKLFCKLCKEGKIEMSQFLHYLLSSSNQKDIEEGYGLMAEIATESEQVFNQVCETAISNRILAD
LTLHILLKLRAGKSEIKRFFITNPVCLVNLLTYSEEDVRLISEKILIDMFHNLQISPIMEQYTIPAMYNSVYQGDLKHKD
IHPSNLTLPNIKKVFAAINDKIHKLHTDPRHFYSSYEGNNIKFYATNLIEAYSYLLIPMEMNNSEIFRELFETSKILYNL
NVRDDENLLKLYDLLLKCFSPRYEQSSRLEIIFKKVVCSNSFNKIYPLLDLRYEFSYYNSRDNQEQFNYIFNTNLKDIFI
RIILSQRSDECTTILIEIFNFIYNNDSSNSKNLFSSKIYELVSESSLHFLIHALSYFFKHASMMLSDQAVTKFAYQLMTF
INQYGDVVYCKNERFDYIRDGCDGLCCDQRWMGKFTINTTSLIETLIPNNPNSVQSLTNLILLVMPMDKNLSLGMQLKNY
EYSDCKSDVNRSCFICIYMEYCLLTGVQCDLTRYLSDVEDLSAVVGYLSTKVFPMLNNSWQEQLLSFILKKYHPGTIYDS
LVRKLVIIHTKVPDDVSLEWQSFISQEKTPEAFDYQYFDAENNEIKRNSIYPVFSSSEYYSSESEEEEKLKDGNKQKHIN
YLSTSSSSDDEFINSEEFKNQKVNKQYNQQQSNEQNMAQEAFSGGLLEKQKVFEHMCRNRNIISAYSIKESFRRLMRENK



VYSHDNSSFMHLLETTYEKLRDSSEIDISREWNRFKKSLELDDLD                                   
>Tvag_XP_001321143                                                              
MISGVKAQLSLANTPENVKKIVIKFSGPELVKKTFSCEYKLTVMHSNPEKHIELEGKSLVSVSKMSTLVMTNINQSDIND
YLIENQLNIKINISLTEKKHRPTNTAKKVGTSKRPAVNPNYISKNETGFVGLINQGATCYMNSMLQALYSITAFRRMIYN
MPTAGTDDIEKSIPLNLQHLFYYMQTSTTAVTTKYLTRSFGWDAIETGFQQDIQEFCRVLLDNLETKLTKAGRKDEISQM
FRGKMQKVIKAVDCPYVSTKDDYFYDITLTVDGYKTLEESLESLFASFEYSDYNTESEYGRRTVSVSDKLVELPPILFFH
LSRFVYDNFGNISKLNSRFEFPKELDLSKYIEDSLYELTGVLVHSGSVNGGHYYAFLKPTEEPKWYRFDDSLVTLEKEDA
AIRDNFGSNERYGGTSAYYLIYTKKNMISELYKPITLEEIPEHVKNTVKEIDNYNQKLLEQKESEKGLVSIDLIDETILK
QNTENMEFGFLGKPIETVTIDRTQTTEDLYNIVSQKMNLDLNKFRLWLTEIFQIPVLPLLHSKSQKISIIRSFFTGNSTI
FIQKKREEDPDDLKKDNIVVYLKFYFHETKKLVYLFSETVSLKSNINTLFKKVNEALGYPPNEELLVFQELQSRTANPAK
TNESFSANLIDSGTILIFQRNPKSPHLHTTYQFTSPVKPETVSQEENTIYKILPHLQDGTVSSYFEEKFKMIPLAVYDYN
LNEEKLLCKINFPPSISLPDFKYYISQMAKIEFDPEKEAMLLLPNDSCNGPSVKPISSKYHLRDLFCSNVTVLFMKIVKG
IKDSEIEKYNNYKVQFSNDSFNIIYDDLVFMPKESTPYQLYQEIRKSGIEVKSGKLRCLLINRGTFSEKIDMIKPVPYDL
LTVRIEVVPEHQENEDDGKIIPAALCHVDGFGTKIFFKQPFMAKIYNDKFEKTVTTIKNWLPLVDDDVKFTIVNPSIEPE
NDQNIFDELKEFSQLHIIFKNPKAFEKPKDIASWVTECSSCSCSCSHQRSLKIYN                         
>Tvag_XP_001321062                                                              
MLRNYFKTIINLPVANYDFDPELCIDHHPGLLNLGNTCYMNSILQQLYSLPIFLKPFLENANSNQGYKELQNIFYSMAFT
SFPVVTPEEFIKKFVWRDGTKINIHAQQDAFEFFQYFLQKSDNFDASSIFCGSTVSTISNKELNVSKKEFQNFYGLNIPV
KNNNSLNEVLENYSMPEKLEGNNQYFDENLNRMIDAEKSTFISESPQILVFQLMRFYYDKKKKTEMKINDAFYFPSEVDI
SKCSIGVENTKYKIHGVVIHNGTATGGHYLSIIKYNGDWYKFNDNIVTKISQKEFDNLTIGNPKQRTSAYLLFYVRNDVE
LKDPLLVCPPKLLEQVEKDNTYYQKIILAFSEPFISVSLRILTRDDFFMYFFRILSHSKRYHLLSKKIMAKVMEEKYEVI
MKRINDNLQVVMDVFALGSVESKTVFTTIISNSMYRCESPYSLNFFNAFFKNAQKILKSYRNVSSPFIVMNIFLSKSKEN
IKIAIEEKWILFLLNFSAIIYDKKQSDSYIKNVETQELFLCIQMLKDSLDEGGIKVLHIIEPRVQLNQKNYEQFEKLMKV
VAKIEENMKNINQETSKQNEEKHSQENDEDKFNENQTKENEEKVHNEEIKSDEKQNQNEEKQDKSNEKVENQTKENDEKV
HNEEIKSDEKQNHENDENKQTKINEKDQNEEKKSNVASSKNDEKFVSSLDFVSLLLTETDEEKMKQALKNETIDTKEYFT
MLENHKELYPDIAKNSHILVLDYLLSNHLEFNQICSNFCQLLPQQLLYQSFIKKIEKESQFVLENYTDIFFDQFNQSISD
VSPNKTIINFISNLNKTKITKKQKLHILKSLSVYKDEQTQSEIKKCLDINDFSKEDFVETMKEIFNISREIFFVYLFDEI
NSSNIWRFKLIDEIISGIDMTDKEKINGQMCLINAFNRYDDFDEDFQSTLISSAKKVLKYFILPSEIEVNCKALKHILLD
LNESEQLLFIPFLSSFQKFVDYMKNIDEFASISLLLYHCFDKKSLSDEEVFTEFMNCYDKCDDVDDYIDDCSLFSIALMF
SYTNAFINLTLNLLPKTDFDFPKEKMFYEFCLEKMNDEQIKSLINSCETTKKPSEKGFNHELKRIIFLFDHLPNHRNLIH
EKIHFTKEECESLPKKLSKKISVLFN                                                      
>Tvag_XP_001320512                                                              
MSGIVSLKQSYLSKIINKTTNRMFPIFIAEFIPKQYSPCDKEFDNFPTCVAAVDSSTIPFTVPLDLAERKSSWDAKNHCN
GMKVQVLVNPLGQVIHMNTSFLASVHDKKVFDLSGASDFLHVQRGVESVALGLLADRGYIGIQKYHPTAVIMQRGDDEEV
IKRNNAIAHDRQIVERRFARDKSNWSVLAIGYRGEKGNLPLIVQGLFALDNYHIDSTPLSEKDNCDFPCTPKDEKEAAAT
PEPNGSGSPMPKPRCVPKDLYLQTPETPMKIPSPLAGYEKIDKILVKRTQNAIYNIETKMSIPGLHNEGATCHVNAVLQV
LFYVNTFRKDVMEHLGDVEYTPVKALAEIYDQMLHYRHKEYTISCSQFITTLGKQYFQQQDADDTFQKIVHDVTESANKP
DIAVTFQYQTETPDESFYSVSLHIPLGAAGIDQGIKQMCTDDSHINEISTFLWVDVQRNWSDPNVFFDKFEIKKNYKTQL
SDGTYVFKIHSIIAYHQGHFVAFVNKGRVWFMLDDEITYIVPDGLIQGLQGGDVGSDLWSYLGGVKWLAKCVIYRKHKFY
GAGDDD                                                                          
>Tvag_XP_001319378                                                              
MNSPFDDFATWLAVSSSMISTPKEFVKYAPDLIKFISSVIETGNLPDEIKEYTDNFLSQIQTEFLPKILKLGAIPKEYIS
YYVNFLESVLRLGNYGIKSNKTKLIYIIEYILANLETGLAPSNSDSKLEVNLPKYSAEIGIYQNAIELVKNGIDTIDNLY
YITNICIRISTFVKDYDFWVLANVTTDALTKIVTTIKIREVKTQMVSRMFQSLKANGISQQTIDPDFIQKWLNLLTFMMK
PEIFEKRLFGFQTIKDLMETQKTAEITKTLFAKDPSVLDGSVLHEEFCSYIGYLLNQLCSAHLVEFSLISKLFSRYSTLH
ISELPKFYSIFSTIAKMIDQSMLSDFVDLIISPQTKESPWYTMIEGVGTTLGGRNDAKAEFMKLRDYLNTLKDDGDKEAL
STLSQIIQFHLSEEEFKELMEKMTNSKITIETIELLKNITANYPLGSQELAENLANTGLDFVTKDKIPEFNVVYDFLFNV
CFMNQVPLNKGQIEKIWPSAVSSDAGISTCVLAFLNNMRDICLIEPDVLSEVIISSNLELNSGSLQFIVMFIKGINDISV
DQMPQVVNETITLRGKIIEYPLQYEDVLWEYCSRRSSIHKEICRNLCYFYASNDVSVSDRKIISLFLNKWVEKTEKTVHK
DQMIELLTTFIEIFEYPLDLDSYDVKRHHPNNEKVSIHITSPILSPIPNIQVPIGTSISGLHIKISKLTGVEQKKFNLTH
TYEPINASFKIMKEMTIMAVTNTITPENHPLPPIREVIPSQMIPEDAKTMNLLTELIKNNVTNVKQIFDNIPTLKTTLEK
LKILPFVKKFEYKEFLDISKPNFFLYNLDGLSNNMNEDLKQALVRTGGFNYLIQQIPNCNFEIIDQITNFISKNLDSKDE
FAQIVFDFAMPALPKFFTSPDHFTTISQFILRFLNGSQKVKCSNPSKYFDYLLSNNQENIRIMYKRILTNVEFDMSEFLP
LYEKGGTSQFFEVFSSHINKEDENLSLFIVNSLKRDISENVLLLTKELISRKLLSNEHKKEIIDLLIDQFVTFDRKQSYS
KEINSLAMKIISLEPNEKLLNKLKDLHDKKIEWDDKKYDGDLNLTKSDYVGLINLGATCFLDSTLQQFFMIPELREKIIS
YKGDDEFMKELSNLYAKLFIAKTNCITTEHLVNKWIGWDGEKMNPHTQQDAYEFVLSLLDKLENGLGKDFIQNMFQQTTS
NSFDGLSEQYHSESYGKNYTLSLAVKDCSSFDDSLEKFNAVDYFTNDNQYKPSGFDHKIDAVKSQKVTDLPPHLIIQLSR
FDYNYTTWERLKINSVLEIPLQIDLKKVTKNIKVTKFNLRGVICHMGSAFSGHYISYIKERKVNGKWYCFNDSSVSLIGE
KDVLKNSSGQETGKSGYLLFYDREDLKETENEDKTKILDQISDETKKAVERENLILQQTQLLCTQSYNELMINLSENKDY
IPVVLRYFFDTIPFTTFMSSVEKIGKNILEKIDKNVDISIVKSAMKNIILSPSEKLRDYVSKIILKTSGIDVTFWSSLLP
ELLQKYYYIQHYFIVFDGLTTKSDTEVLEKGFGFLEKDIPEYKKQKPDLKETFFNSQIEISYLFNALSKFTIPYELKEDL
LEFIFGTKSDPQHIVNFLLAFEKRDEVFTKFENFIEKHSVFVKNFELLATSIMLIYKENGFDIMSKVKCKIEENIVSDKD



FTTIHAILSLSQRELYLENMDKWLLKYLVNDVDTRTACMQLISFICPLDSFNSCTTLTYNKKSYTMKKYDNYLQNAQKVT
DYMTSHLTDFISLVRESYDKGNTQYIGQDYLRCLQFLSKECKIDYSLVYKSFFELSEFMFDYDVHIKEFIVLLQKSDIEI
PDELLLKMIPLKSLENNALYIKMINLFSLILPKIHDDKISEDFAKDFIRFYAFPVGPFIKVHYDVIVTFVDRLCKLHKSA
LKAFVSELNLGELYVKNYGAVIHFLQMIDEKREILSLLPLSISKVQYFSQDKLLEIAFETNDFSKELSENSQYLVAALAT
KQTLSKESRNRVWNFMIENKFNVADFIKNYAANVMKEDFYEFGLFLLTDINEVSKYSYVFSSSIKSAKLVLNLIDVKSKT
VKEWREFIVNVLKVDIENDVETMSKIMKIVPFICESEDDLRNVLSPFHEKLNEKCQFVSDIIEYEGKPRDNDLSDLISYL
TIVERHNMYSGPIIQNVGYLMNLVHDRQEYTEIYKLCRKIILV                                     
>Tvag_XP_001319158                                                              
MAIFNLFRDDVSSYDTISLLQKIVLLFELIDKNITSIQYITDDPDRIPRRYQLSRIPSLLSDLISIYFTIYDQTYASIFD
TNIKDIVSAIQNLNIEEYSKILFSNLQKCQEEYQRHNMYTLIIESIDIFDAGFDPEDFNLVRNKKNPKNDCIYFTVQGLG
VSKQFYESCYMPPTVLRQKIHFIFPNLENFSILNSNFNIFAFKSLLEAGVKNGDKLTLTSSSLPYFKNTTTIFKYLFDHK
ITSLLIQSLKSDISGFSSLKLLKRLPDDKDVLKNNDIKGMSEREIIYYISVLKKEKLSDEIYSNLSEIFMTSGSKIEKYL
TKMFLLDFRPKLINFKASDLINFLDKNSEIINLFAKLIEFDENLIEKRHQLLTVLEQADSSTASELSRIYSTIKNSEKFV
DEISENLTKNFLFLILSIVNQTKSSDILEQILDKIQHSLAKNENVVQIIAKIIEKDKNLIKKLTKTNKDQIFSIALSCSD
QNQYSAVNIIKEIGCEGYENQLSKFYSNKIQNWSFSPISPNKTVPGVGLKNLGMTCYMNSVMQQLFALSSFVKTVFDTEN
SLESLKQLFSDMSEEKLPYADMSDFVNEWKWGTQKVNCFEQQDALEFLSMFLDSMPKNSSQFFIGEYENVLTDDKGEIIS
KNIENFDSIEVEIKNTIEDSMTSSSVFPDYKIDDKTVTVTKTTKVKKFPEVLVIQLKRFDYNLRTFEKIKVNTQFKYPNS
LNLKNIEGEVTNYNLTGIVAHAGNAVGGHYISFIKYQENKWKIFDDTDTRIARTQDMYNLYGTSSADQYTPNAYILFYTK
KDEKIYQKLEIPQKYKKASNEKIQNLSEISALYTRNSYELSIISNHLLDFYFNVYMHSTMSNLEKQIIDSLSDIDNLFDK
LMEREEDVLYCLANCPNYEILNSLHAILKMNSLSFTRDFVNHLLILIENSGQNWRIVNSICSVLAHYILCHPNQNDFIYR
SLCGYLLRFYDKPSTSLNVVNFSPLFNLFTFEKYPEVKETIKAISNKVIQNENHKSQFETVLAYYADIETLPQIIVQARS
DPNTQAMLIKIIFNVLQNVHTTKEQLKKMFDTVFIMKEGYSSVVLKKIVVAMIMKSLEKENFLDLITDNLEFILTPILCH
LNLNTTKKLAETLSYFIVPSACIPPFKEAQTACQFSSDSIKRYTIDEYMKSYVPSQNKKEKITPKVSDFTQDELRRANKL
KDFVVTFVKSVIEKPIKLSIRTGNYLQHPIIIVQRIAYFCGQILGFEFIKPFILPLFEKFLPKNKNEEFLPCSSLGSLMS
MCEIYLDQYVDFIASIEKIDPSTLRHLKNFICNLKDDDLKLFVENKNSIKVMTEMAKSTEGSVHKGIFQIVTKALFVTDN
KLFFDACVPDMSNNVMKLIPMPKILTIIDRLIPFISEETKMAVFRYTIEKMIFIASQTQRVDEEKLNETISIANIIGQFI
ENPVLSEEEIQKIVEFPNPASVSLILKNTNQIEELQKTEKGIYISILALFLSERIEMAMKYESSVEFWKAAMISPKPVLV
YITKERFVKTPLSSRIKTNAFTKGIKMLDEENVVELFGLMTAEIFEDDVDEKEVLKKLELIVNCRPELKESFIGLLPLSK
EDLIEKNARSLINALDLN                                                              
>Tvag_XP_001318784                                                              
MALQPYKFHKIWDTPALNKLNQQKIANSQDYQISGLVYRFHCLIPGSIKPDLYFIAVSLLNPPTYGHIVTIKVKLLHKKP
HILQEAKAQFTPNSKTFIIEEGITIPDMTRVWNKGKVGIDFTIEYTKLDLTPPKPVPVNYRELTGHVGLVNRASTCYMNS
VLEMLFYIPAFRKLIFSIPNSVGIPLELQRLFTLLQLSPTSPTTTDLIHSFGWTAEDSFIQHDIQEFIRVLIDNLEEKLK
PTELSGQLGSLLSGETAVQIKCINSDFKKETPEIFYDITLTVKGKKDVYASLQEICEDELFTGDNQYEVETGRKEDAIRS
TRFKKLPPVLMFHLSRFEFSINSPTGMEKVTDEYDYPTTLDLGPYTDSRESAVYDLLAVLVHIGGSWGGHYIAYCKSGNE
WFKFNDERVEKVPEDDAITGNFGGKKSEKHAYYLCYIKRSESSWVMNEKIEIPKFLRDYYEEKREDLDPSCIAIRFTNDE
NKRLLVKKTSLVSEISQKELWKVDDENFPVELLNPRKSVGEYFTKSAVLYESDFDTKQIVNPKIFDIDFFSRTNTRIKHM
GLMPFNSAKSVKHLSQTVGQILKLPETCNLSCFDDQGNQIRDDARLSDLKRHKLIFQSDDIKYDISFEEKDEEEGILKVR
NLIPEIVLDTVPRFVNHIKRCVHVIVEGLDQSLTIEIPDIMPLKILIMCIRKSLNLPDEDGVLIYNKDGMIINSKGSQKL
KEALAVKEQFSQFMKIKTQAKIVKGIKQSDADNYIMISFHVHNEMFDFVSEYKNELPQTLKIKDLLEDVSQKTFGNKSPI
RIIEITKSRITNIFNENLQISNLIGKSIRAEIVPNDQIDARLLPISFSMNISNPLYSTFLDPFLLSVNDGEEFELTKSRI
LSMITTHIKEFNFVLLVGSRYIQLDDHHIIADLIKLSKNCELFMVLTHNELNKFLERNENQAVKILN             
>Tvag_XP_001317355                                                              
MDEPCDEDIITKIKESRRANIVVTVTPENSDTDEEPLNEEEAKEMTLTNPMPRFSISIFIRMHPKLQLRSLCNFTYEQLE
YLADIIESNCGRARRGRKVKFSTIESLFLTLTYYCTYLPYSALCPLLHISQSCYSKLVTRTTNVAFPIFASYFLPNHCPP
LTSMKNKFTNFPDAVAAVDSTTIPFNIPSVKEERLYSWDEKNHCNGIKLQVLVSPDGKAIHQNVEFMAAVHDKKIFDLSK
VSDFLTVKRGFDDYQYPVLADRGYIGIQKYHLTAVVMKRSHEEADVERNNAIAQDRQIVKRFFARFKSCWSCMKNGFQGE
RTSLPLIISGLVGLTNYNIDGSPLNDNEELLLFEDFTPTKVLPSSDTIAAVVAPSMKPSKRNIIAVAHQAVDIIQSSQEA
NYLYPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSSIFTNLNSLKSKGLVFVPHELATLLG
NSTYEAQDCDDTMTRLITDLAEQIPGIGQLFRITYRDSANEQTNCYSIHTRIEEPDLNHAIQYHLSTTRNTSWPQFLTFD
IQREWQNDSIHQVIFDFPKKLTLPTVERQRYQLIAIVAYCNFHYVVFLQKSAYWIMINDEVAYSVPSTDINALKGCSTAE
MPPLWYKTLEHKWLAKMLIYRMVQ                                                        
>Tvag_XP_001316208                                                              
MMENLETLMNYFSSFDEIENQSQEEFNDTCEVCEKIIPSNFSKLLATTIESDDESDMMEQFLQHASLKLLHLISLNINTS
DSLIILFSKNQNVYSKGQFCIKFSSVVSFCMSNGAVSLINSLDFTKFDKISKFVAINLVLNAFLEHEMTDDSTKVELLVL
TTKFSNIFVKYIQNSKSILTKYHTQQLVSLLFSVNEPQIVENLFLHCLSLLKSQFIRDNEFALNTFAALSLSFSGKDFYQ
KLIKDKSLYNTLFGLVTYQKYLSLLELNLPKIIIKNTIQMSDIDILFGHIQSEKSIDNYCNLFAQALKASNDGFSQLQNY
FEKLSTQSHMKALSILIHYLYVEDNISNILDLIGLLIQNCSNDKKLFEIIIEFKNKHNNPEFLHDLFKESQNIILNEQNT
EQQVVTFCVLHQVCNISLKENQDKILLSLINNIPQIKTKSDIIMQSIDSIFSEEENISINNQQIDVLLKYNIFLLQKIIE
KFGIKAINDQTFDYLSKCLLTVEKSEEILILISKFIILSSQKGKFSKEHFDLLLKSLLEANNLGIKIEYLIYNILINFEQ
QQELMEMIVNYYNDLVFKDDENTKKILNLFIYLIKNFDVSFSLSHHKGKLSTGQFPFTVYVYEKGNFTFYVKENETINSF
KSKMSEFFNCPKSDNSIKFNYKGSTLSVKGIIKIKDLVEKNKKLQATIREDKRKFVPKYSFTEILVSQKFIKKSLEQMND



SKLNEDTKTVIEDFLGILPTDNEIKKIIFEDFAEIMDYEGYEQKYVFEAITMYLSRNQIKNPEEIEEFSEIWQKLKENEI
SEENKISALQIFEQIVPLDDTFVIDLDYIMSKLTTDDKQEKCQFLRILQNIIKKYPEDFGLILSTEPIILSEYVLKYDSE
ILENMNLENLQNKKFLFPILIKTVKNLDNAKSPVLILEILNSLIDESCDITELLDFCNEKFDKIEFTKVICQILDKIFQF
HPNLISKTKRNIDKIFDLFIKECSAEEDNFALGVLSKSMSDLTLKSQIEKKLSNLFDFELNTFNFSPFNQNNRQNEEYCG
LVNHKCNCWLNTILQEIYCNENYKKLIIETKSDKEWHQQLQLLLTEMKYTKNKFVDPLPFIRTFKLHETHDIKVGNQEDA
EEFYTSLVDQLNSIGISNKEFMIQTKTDVMYKLEFNVDIPFDENLKKIGKTVLTAPNTLIIQIMRWTFANSEIVKKNTVF
DFPQKCDISIVMDDNSSQVYELKSVVMHIGTQEYGHYYNLIRKSDKWIMISDDLIENLTENEAYSYINGYNDENELSYLL
FYEKVDSVKSEVIKYDENVVKSIKEKNELMSKLSIAFSPSIVSLMMKVTDEKLLFTYLVNVVMHGCAVDTTLSLFSHIRT
VFSTSPATAVKIFVENKEKIVKFLTSVSHSQLIKNMISTVLESCQKVQPIDAYPLLSEAVSLLNDISIDTIETVLIDFIS
SWLDNNDQMTEFCCEIDLFNEITKILTKFFSNLMIRFDVDISKFIDLMSFNIKFISKEIILEFIKTMPVFIENSKNKVSF
SSLMIECCAEGYLSYNELCQRILNHRKTTNNLMSDYFITFLQGCNDETEISEFIDKFTENIPNGICWYIVYLKENICSDE
ILRSIVCDFPHETVVKYLCNNSRIVRCYAEEIIYSLFSDFEKPRFCAERFVAAETEKVTSPTTMTSPSTNSADIFDKTIY
NLLVSQTKNIPKEAGRAPLHFTNLIRISSWIFNFSNMKSKFAEALWGLFESQMSLQTNPNCNILQLLYSFIDLKPKSEFI
RKSVKENGMKIFNSIFPMTFERDNRLQSEIFFTFFDLLKDDLKTDVTFLSKIVQSNNFKTSVLDAFLHSERKDFSVFLSI
FNHENVRDEMQPLLSPLLRCDEPIFVSNICSYFNFDDFSEMKSQTAVEVFLILYKKGLVTESLVIRIISIEDDEEIKVDL
SKDNFDLSNCSNFVSIKESSVAWQKIDGFCQNVISSIYESFEKAKGNGTFFRNFYQLICFVDLLGDEKEKEKSLNYFVEN
YQNKFEEKIDNFEDTFNLIVDDVQIDYFKLFSALINSFFENEFDFSKILIKIYPKVSERKTEVINMIHDVYLKNSSNDQR
FITLKRLYELIQANPDMKPDVIEIFNLQEDDFASWDDKMIVYLEIFMKDE                              
>Tvag_XP_001315700                                                              
MFGELILNDPFHGPSRVADSGFVNMGDIEARLYLNLPLRLNQNPINFTVEIKAKGNTGQYNTIQKVYLVENSSKTEIYNK
KGDISLDKNGNGKRSLSTSNLIKKISKKQQVVFNFEVIPSQKTASSTVGQQKAENAVKVVPLERPAAKPVYIYTPPPTPV
NTREAVGFIGLINQGSTCYMNSSLQSLFTNPAIRNLIYNIPITSKTPIEQENDPVLNLQILFYKLQYENEALSTNLLTKS
FGWNDEVYIQHDAAEFLNVLLNTVSQKIKSIPQLLQNFNVLLTTIYYNMAAPVNTEDWSMLGKKEDTRMLNVPIINSSNV
QNAIKRLGNPSDIDDQITINGVRTYAKMKTIIEKLPVVLTIQLLRLSYAKGLDGSFNRIKLTDRVEYTNSLIVESTYDGE
VKYNLHAVICHTGSATGGHYYSFIKPTSEEKWLWFNDTSVSVASNADVYDKNFDGGAYILMYVMADEEERLFKDPALPSN
QITEFFNTSTNMTEITVITDSGVIENTKEGKTGIRYPSKETKISISRMKTIEDVCIQAGINYPHTIFSMDGFQRPNSILD
PTKPIAESLGNDKTIFVCHDNISSRGIIFLKTFDPSSLKLTFVGIIPINEESTILSATESVTHGLQEGFEFFVEGIDSAE
KIDPITKIFGNNNDLVGSIIVIQPKTGAKLTIEDSIINYLSINDAQNDGLYSTFLEMKKFIKVDLFGIENTKEPIISVRM
PSNLPISEFKNITSSLTGISSVDCQLFRLRSGTSFMRHVSEGNIALNPAGDSFVVVEYRRQSEDEKIIVCEVNDSPQNRR
FLVSSLPNWTLQDSLRGTLELQPFFNAFSVDDSPSMNKIEFDKNLTQETNYIFIDVNNHESQNYVNVVVESKHIGEPLFF
TIDIDNETNFEQIKNSVKTKLNVDNSTFNRMRVSFGNIGSTIAINTTKIVPLKEANPNLFVRVLPSSSVTSTERSIIFYN
>Tvag_XP_001315648                                                              
MSSQSVLDEIKQKISSEKNADDLLNTVVKDFKIFVNLDGLYQISADILSQVITKVGSLSDDVQKTLEQKINASYPQAEAQ
KLLSIVKNLPKSSSENSRSDVQSIPKSPSQNSVGGSSQPFDYDWLITDWDKIEKEAISPEFTIDNLNFYMKCTKPSTPTQ
FLSVKVVLNTAPGGPKTHQFQITLKNTTAGKSVTKMSTKAFGKINAYETYMMAQNKFINGDDGFVDNNTILIHLHHPVSV
PKKAPLQPKTQPTQQPQQHYVPREKVPTPPPVLPPQQPEKSSKELTGCVGIRNQGATCYMNSLLQSLFHLPAFRRIVYHM
PTTGTEDPSKSIPLCLQRLFCQLQLSEHAGSTIELTKSFGWNQRETMQQQDVQEFCRVLMQTLEYKLSHTDLATAIDNLF
RGHTRTYIRCTDVDFKKEIIEDFKDLSLVVKGCKTLRESLQNELAPQDMDSLYETDDFGKQKAVMGTEYMDFPSVLHIHL
RRFARDYERNTSVKINDYFEFPAELDLGEFLAKDADHSKSNIYDLYGVLVHSGGSMCGHYYAFLRISQDPQWYKFDDQNV
TKVSADEAIKNNYGGMDGTHERSYSGYMLIYVRREDAPVIFEPIPDETVPKHLREYYEYTQTNKGADHGPIEINLTSEDI
LKSNCQKWITGFMGQSQQAIHLPREKPLSSLYESAAQVLNKDPSKIRIWKCQPYSIPKSIVVPSDQPLSSQFQGGSYAFI
QDLSENEKIELDNVQKLTVFMKFFFPGDQPFFHYIGAAYPLPETPLEDPAIQACESVGLPKETPLLCFQETVQKTAVLVS
SNNLSEAACGAGAILVWQVVPGTDVPISRIELEKTNKNLDHVSRSSSLNEMSNLQSILYTDVYPESRPITVDQYLERKLH
QIRVVLCNVATPNQPSAVVKFPSNLRWNGVKQFIASALKLEYSPQEDSMRLFKRQPGFNLPMKTPINAKLTPSMASLIAC
EDTSSSLQKETKQEHKEHPWLYFQLFKGIPEASNSTMTNFSVQFSADSVKVDTTSQLLMPSTCPIREIANEMVNRCLMAR
ATNLRALHINYHKILGILDLQEPAPSNFGDSIIRFEVTPIEQTDLKEDEHLVSVVRGYIDKFEMPRLAAEPFLYMINEKD
SLKSIKESLLDWAGVLKVQQDACILHIIKDKKIKKDVTDEQPIWPEMKKSSILIIEPSMPRSSSMMRSGNLPLQRKNDSS
VRILN                                                                           
>Tvag_XP_001315252                                                              
MIDQRIKIQEQWKKFPVPEALTKCSVVYLVEISFFKAFTKWIQNITTKKPPKLDNTNIYNNHNIVYKKDFDVVRKDAWEF
LNKNFGPTKEVKKFLVIDPTTNKETVLIEQVRFQILFDDGEIKKKTCGLYWKAEHVKNQICASLNLNNADYILVNPKTYI
EVSSNMSASDMYKLSDTYKFKKRKMTETLQPNTLNIQVQSSPLTKTFSNRSVDKHLVRPTFEREKHEAPSSPKKDHTALP
PLKREVHEPSAEESNDSGRRSYLLSKLSSNSTIPSKFGPSKYYPKPIGLNNLGNTCYFNAATQCIIRVKPLTDFIFSPIF
ESQLNPSNKKSSKGKIAKAYKDFLLQMSTSSSRMAENPSNLRSAVISKFRRFANYSQHDSQEYLNALLDGLHEDMNQSFG
AGGNKPEIKITGDSNGWDLLLSKNDSPIVDMFYGEFFANTECPQCGYVSTNREPFLFLTVTIPKVSYGSVNLEDLLSNFS
QDDELDDKNKWKCEKCKKMVRATRRIGILRVADVIIVHLKRFSDEGYFTTKIETEVKYPSLLNMSRYAKDGHTGFYKLVG
AVFHSGGLGGGHYTAAALDQSTNSWYNFNDSSATPISESSAHSRSAYILFYQKE                          
>Tvag_XP_001315233                                                              
MGAFQSSFRRGGNETKFDWVIEKTPHTKEGLYMSPVFIQDKEAFVCLLYPPTETLIIYCCSALQWSFDEFFDIKIKIHLD
KKKINTRSTFTKRNPFCLIKYDASPSKISIKIQMPPFYPYTREERFVGIRNSGATCYMAAVLQILYNLGAFRQLIYSFNQ
PPKLTSAIQQLFVELQLSSKPPTVDKLLRALGNAAEIARIQQDTHEFLLALLDNLEHELGIVFGNNIKVMMSVNINVSTT
DKDKNTKITEESVLTLPLVVDSLHSVIESISLMTAPETISSDEGDIIQKRSFTKLPPVLALHLCRFKFSRTEGKVIEVKT



RFDCPNTINLKEFVDDFYNDETEYNLFAVVAHCGNPESGHYISYIKLCGKWMKFDDITVTQVDFAEVQQTFGNRDDQNSS
FTFLFNYGAPVAYLVFYVRNDCDQFIDAGDDVPVFLAPYRSNCLFSRFIFSDNIKGSEILSNTPFFEWSTKSDSISEVIK
RIRPDFNQANHYVWIRFPGNALFLGPIDLNEKAENYIVKGHSNIFFILPKSLNPGPVFLLTESLPRKVVGCDIAENIHKS
LPENAMIMLHGHTMKTCVGMRPGTNALEHLIVPIKIIVNNTVYQMPQNSTYSDLQQRVALTMNASPSKILFYTQEDIIYP
GSYPYATMFPSKVSALILDNDITAKSISLYTPIRLILVYPSHVKKIEWPLWMKIGSSVSDIETEVHRRYPDFRVNEHMKL
QFSRGTETCIEKIYQNTDIPTKGITRIDTVRDVVPSKRNEFKEILGKGNSFSIEVRLMKKNIFYGVSRLLSINSQTTLRD
IFQKMLRMSKISDEFSRGKLFITEKQKIEEEIEPDDIIFKRLQNFISKMTAPKQRICLSIETQDPLQAGMFIIRSYSGYF
RPE                                                                             
>Tvag_XP_001314530                                                              
MQTGNVKQSVTNTEELIQAFINNNIAQINGFLKDANLDTLKKLNKEEILHLLDYMGISNRFFKLIYDTFNTQANEVQEKK
ISKESLVDEPQTIGDIAPVEEGSGTQIFTNEAHAQENEHVIGDIAVEKEDNQETNEALVEKPEVPVQTHKEDHKMTTVEE
DYIKKWNNLVSTNSLETLLEQSKSEVKSLFKELLDTDYPDLNKIIIQKVKSEPKVFNIQYEVFNQMSSNLSIPSSLRYSL
IPILASKTTDFKAFLQNLHEQIKDTKATLSDDFVNNLISAFEICNKYDKQVTQNHEYYGYIVQDIFANLINNNKELAISD
NLTSFLEHYYTFLDPKAVVLFICKKKCLQLQNIQSVKNGLQNLGGTCYLNSTIQQLFNIKEFRDLILSAQAQNDKYITAL
QDLFCEMQYSSIQHQISMKRFVHDFTFQGDSIDPSQQNDADEFYVDVINNVYDILKAENNLFFMRIDGDYEDKATKNVIL
SINDDKLSFLIKTDVNKTIAQQIDDYIAPEPIQQMSKGVMYDCLLKRKIINLPEVFVFKLERFDSSSKKNYNKSYQIQPD
FVYNGVQFTLCGTVIYYGTTQHGHYYSYCKQGENWYLFNDTQVAQTSLKQVLKESNDSANMLFYRRVNNSPSSMTSLLAH
DKKFMRIINKFTKSSIDTDILVCRYATHIEHSRNKEATETKAKLKKPIPFLMTDDFFKAYLLHPNPNVRNEMLKLFQENF
NATKDDWYFDFISYVIVSNKCYLYERKQFWDCCFRVFKPVRTISIEAFQNLASFFVNGCFSGIISQGANVQYLIATIRKC
VDKPTLKQHLDKYRSCYDLFPNY                                                         
>Tvag_XP_001313446                                                              
MTSKEKYNLILKQQILSNFPKEIQNKDSLNQFKQVFKELIESGELPSNFGENAEAFLNGFCITLIDMILESRSSDYSDIN
PLFEVLNSITYLFSNFITSKYSNFLQKSSKIFTNINSPIYESTKKEGEKYSFIYSKLLSQLSTPQFLSELEILLDQSHNI
SFERLEFILSLITFLFNTGIYNFHLDEFMMHAIQCHIEKCTDMDESLFNSENIILIEKIFDSLTKLSTNDHQKSQISLAK
VALDVKFSISDQFEKQTQGIVSLKQKLSESEDNELIDFILKAGLISNLKNQISIQNLSHFFEIFSKIISQDKMEEADFEK
LWSITIKQDEISIQKYFKNWCNLLRNLQEKVTKPFFNSIISIDFYNESILKFLKIVVFVCPEEEKTKIFRQISDKYFEIE
KSDELYIELILTYLPSDKEIQNKMINKCLSFISQDNVLDLAIPLLSHSCKNIKSERAHSIYENVTIVNHKGIINLFKILL
EKIEKNLEEKEFEKLKEFVKVLSEKYMKEISDFLESILESNKDLFSQEMVLDLLQLICNLDSNSPSKKVISIIYKLLTQE
QRVKGCEMLWELLVRNGDEEIADFVVQIYQTQVPYFIEKCNEKGFSCGSLLALFKMIHLIEDGVDRKINKFIPINKFEPE
ADLVKINFVGYISQSFSVPFYLSFENFKKRVSSLISVNEQCFSFIQRNRVVTKDTFKLINNDVFEIKVWYSMEFEKNLPK
VFPSQILSQDKYQKDLFDILNRNDRMSKLSLQVLNLLPTLESQNEILRKTQFNPKEWANFLQTKNRYLFLYRLNLVGSIL
QGKHLEWIKFFYESGGVKVLLGILIFCVRKCFDEDEIELILEVTKISIFQEFFNEKEMNSVFDPKNLSALVQFAIDYAEN
ERILLNLLLILQKFNLENDKIENFTKLFDITIFHSNKMIRETISTIIMKQTTENQERFLLSNLETSSKQKFTDFYFVLLQ
DFASKTEKTEKLWSETISILFDLYYPPQTDNVIEKLNYKPNDFIYCQNLFVILDKLRDKFDILPNSRKLFVFLISDILFS
GYKFYIPSKEIFNLIFTILDQNPEFCQPLFDKLNQIQDLVYKMPSNLPEIRLTGYDVKKGIFNPGKIDYISVILMSLFGL
TNFRNEFMGKISENWMSEIQFLFGEILFSPSFYVNSFFFLEKFSFDDGVQLDVTQQGDSLDFYKFFVNNSSLKNYFSGKI
SKYLIDNTKITEDFDVLSLDVEKFNSLEESLKNYLRSDKKIVEEKNESDLENPPEPVMKKDEQIEEDVTFTNFVNSIQVP
KEEETKTDEMNTDEIKRIKFVKAPKVLVFKLNRFVRNENKTIEKTNKKFSFPFELDISDELDISLSTAKYELNSIVAHQG
NYLSGHFTCYTKLNNEKWVLFDDHNSFEVDLETVKNNNFGGFENIEYFDSRTLQMSLLQFEKSTSGYLLFYSKIKSNSKE
ERIDDLILEETTKRIKYHLFKYTSTNPEFSKLVLKVSDVDSTGMFLYKNLITFTQSSFLTEENSLPLVEKFCEMMSENHQ
IAEFVLTQDKDVDNLLIICNNQTTRKVYSLILSEALNFACQVKKLLFTEFLANKIVSQSEMISSSWRNLDEFWAVVKRAV
ELTDDNEKEIFFEAIFVFVKTVLPLHSMNFPDENVISSINVDLVFEILIMTFSTDQTKKFKESFGILQKEFIETWIKPLK
HTKSFITFISRFIGDDPKYANMLKTIILESSKQMTALLSSAYITLGLFMDGNVSSIIIDTVMKVITSKSPEFIANVIEEA
ANRLNYCINLKNSSTIENVYAMFIPYLLNENQVVREASQKLLIATLPPPLKHVDIVVEEEPEEKEENNYFVQNKKDDDDE
NEGYILKDFDDASDIENNNQNDEEDLDEEKIKQKMEDKIKVAENMKQSSDLDQFKTAFNIMLSYLPDLVSITHRIVEYFG
DFMYNRREVLTFFPAPNYFVVLKEIMKRSQIFGEFYKNSGLFVDAISNFGKDLYSPNQSLAYCFDFFYFSTNGKPQLVWN
TNNSAKFFKSFDYFRRNFPNISSLRNLLSLVTKSEVLKFFSSSLFYFLVRDCMCDDLYHFIVNNVNEENYSYVTSLLFSD
DVIRMSVISKYSVFFALSSRILEKIPKSSDDFFDFERIRFYLVNTAKYKSPLTLLIIDILTNFNKSFVLFNKEKKNLFGG
LRTDKLSNLYLYKIQIEFGDLFDMMMNSHPAASKYFVDYLTSFLTISDELREKIFKTILQRKTCLLDGCPPHLQPLICDF
YKVLSQQINFNSFDHILSGLSTHICREMTFVSEEYLDNICSAFLLSTMTDELITNSPANINKKIISVDNSVLIESLDKVL
MSSKQFKTFSGSCRIVAIQSAQNVEKEKINNWICHFSDVCNSIISNCLDGKVDEKSMNTFESCYDFMKELCNDFEIEIPK
ISCSAEKINQEMENLKTEMNQELKENKKKFFEFLLCYLN                                         
>Tvag_XP_001312160                                                              
MDTVVMWNGKTFNVKCDPTLPVDAFLQKLQNLTGVPVLKQTLMMRRKQLKSGMSFPAGEVKEGYKFMLIGTAQIAPVWKD
FKEEIVEEAPDEADEAATPADAMVGCKNYGNTCYLNSCLQTLRNIPDISKVIKEYKPDGKGDDLITAIAKFFNNPEQEYN
RPTVVESLRIAHPDPYAAKDDQTGGYMQQDATECMATLFKHFSTAFGPKFTDLFNMRLKTIVSDPTGEKPPKVTYSEDNS
IDCHIDENVSSIEMGMFKPSDIESTEGGKIAVYHQVQQLDSLPKFFTVHLLRFTYREDEKTTAKILRRVNHPFRLDILSF
ASDELRAQIAKARESDQTKGSGFYQLKAVLTHQGRSANSGHYITHVKVNDEWIRYNDEKVSVVTEEDIENLKGSGDWHCS
FLLIYQQIE                                                                       
>Tvag_XP_001311932                                                              
MSDIENIRSLIEKYPIQPLNDAFIVSTRFFRQVEERNGENDNTKVNNKELIKQGQLKKDIKQGEDFEVVSFEVWDYISTN
FGGGPEIKVAVLPDGTAEIVKLQLNIQYKTAKTQIIISRNMKVKYFMEKVINSFHIPRNQALVILPPNSTTPLEIKDTIG



ETLAGLRNVVVAIDTSGIPGTVAIQPTMSGQNQPPPLNSEKNSSKPKLGKRAKRALRAAKSKAVPEKPKEEAPVVENQFS
SCELKPHGLHNMGNTCYMNSALQCILSLPKFIYNLPKIINESDKPVLSNSFADFVSGYLSGSPEPSKIKRAVGRVCPLFS
SFGQQDSQEFYSFLVDGMHDECKKELKNKSIMDNLFFGYMESTTKCANCGEISTVVEPFTTLSLPIAKNRKIIYIPLDIS
KPMLRVCQVPTDVSILLVARSMSGMKVVDQFDDDAIDHLAFEIEETGKKRILTKMVDQDRKNICLPFVVSIDDDSTHDQI
LDQIWEVAQHMWLESKRESVRASLTLDPRTPEFEDIEEFQRITIIVSEEQGILSNRVKICDPPSFTINDLLFSFTSSVVL
DSSNQWKCEHCNSMSCARRYFKFKHLPDVLALQIKRFNGRGRKSTRDNTPIQIPLTLDLKDEHCGDGYQHYELRSISQHS
GTLSFGHYTAIGKRGEKWYSFNDSSVIPTTPPDGTSASAYVVFYAKPFSPPKPVIPENIPEENQENEENKEQNDGNDNEN
EEKPGNNENEKSIEENKEQNDENDNENEE                                                   
>Tvag_XP_001311784                                                              
MTEALHENRVVKELLQKLTFTPGETAYAVSSSWFNSWKDSLSDDEEKVGHPKLPAIDNSQIVNYFDKIQDVDYVVVPFSI
WNVLITTYGGGPVVEVDVGYDPKSKKGVPVTKLHGFKIHYEGKVEKIMISKFLKVTQLIEAACAKFDIKDPTGYRMRDYW
QHKPGRFLFPNQVICEYSLFVNTDLLIELGDYPEENENSESTQSPNTQSQPTASFPHVRATFSAQMVLTKPEFKNGIRRD
SQQYRMREPGKLTALDRAKQFQQLQQMQQMQIQQQQAQKEAFPSVHKKETNTTSDKPQPQVNSSGVTFERSSHPRIQLGT
PNTSFDARVSCPAIRPRVEDQPSTHVPGLRGINNIGNSCYMGSVLQCLLHLKPLMNYMLEDSSHLDPNSKIMTENMQKFA
DFFRLYYNDLKVGPMNPSEIKLLVEKESPAFQGCLQQDAHEFLTILLDSLNSTSKDKQKASTFVSKDNYSSDYERADDEW
HQHLQNSKSSVITDIFHGQTRSSTICPHCKGETVQFSPFTSILLQLPAPKTLSSPFVFVPLDPKQPKSSMRIPLSNPTAD
AVTFTEDLSRFLNKQISCAFGTQSNDFSVEWSPGPEQGLRTNSLIVYELSQDDQLYASVKLAVNTNKMVSLRVVEGPFLV
PIPGPTCKSEEVRCCCEEYFKYLWEQTDQSFIPPSLSNILPSIRPIKKSGNQKITIEVPKSLFLKTKKFYPPSNIKHIAG
RTVTAIISDTEDVSWPRVVRNIVNNQSAAQVREVDIQTLIDDAARPTEFNEMWKCASCNECVTPRKSVKIWRLPKVLIFA
LKRFDSVNGNSRKNTILVTYPDNLEISDMNGKHTYELSAVIEHGGRIASGHYTAHAKLSDNVWAEFNDLQAMRCSSCLVA
HNQNAYILFYTRTSD                                                                 
>Tvag_XP_001311287                                                              
MGKKRFIPSPKEDLIKWSEYFYECIIDNKNIKNLCHDCEQLVNVLFASDFITKESITMFFNNNLPAIIEALVQKYNVSNK
NYESIFRSFLDLYYQMLIGEYSTQSKHILLILDPLTTCNSKNQESYQANVQYFIDNVFLSVISYAFEDVGPKINSVYSSI
FTLLKNITIFITKEQNDLVFNLCISFIDDLYNFDEDCVLDFINFAKYPNYHEILHMFANKLYECVHDNEFEAYDYINSFI
ELIDFGIDFTDTPFWEEVCESKYRKKFREKMIPYLMKISNKFDNEKLSKLFSKFDDRTRDQMITNMMNKLGTSNSEEMAN
KIKFIFQINENPENIPWKSISMSYKSNPKAFDSEVCKLLLSKIESIKKPYETDAILIISQLISNVACDLEKRKQIAEEFH
QFKIISENIMLSDEEIESLLASYRITYDKQTIITELMNDFIKYENSFKIREKILRIIPQIISDGNKYGESSSKELEGDKS
SLYVNVQSDFGFNELEINKNWKINELYSYFSILEGLPVNEFTLFYDNQLIKEQQKVSDLKIDENKYLLIKYNKINTIPKI
PVTARLEKRSDLITKIVSIPSSATINDLIQILKVTFKINGIYGFKLNDKNIKTKKTIQELSMNKNDVICISKISDDEEES
YLTIKFVKEIIKSNNFDVLRISPPPKELIEQMNDMPTFVQTLKDENDVNYIDYVLNLIKEKNFLQNFLENGGYNQIVDFI
IDGLDITNNMIQCVDNQFDVSYNLKEFAESLFSETKEQNLENSEKILEILFNKSRNNQETLLPDQDLLLQYLEKINEKAR
NNLLLIISKIPNEFDVLLKYYRENPNVFAKYFEIFMSNDDTSIDDLIFYMKSENSNKEKVLEILEKRKSVKNRKKSDNII
DKKYYDDIYSVFSYVRDIYQLKILNLISDYKLNPENLQKLVENIGNLEYKKWNNHGNIEESQTLCQYVVGIINPGSICYV
NSSLQQLFYCKPFRNFILNNDFGNSEQNNELKNVFNMLQAKTEQMISLDLFCNVCNVFPGSKLSDQQQDAQEFLTLLIGN
IKNADKNFNFKNVTSFINKSTGTEVNQRVEDNLMLDLTVIGYRNFEQSMNSVFNQEEISGYNYHNQKITAIQKKSIKDLS
NNLIIHLKRFEFTETGEIRKIKSKFEFPFEFNSNVLDKNSNLNYKLHGVICHQGEALFGHYISIIRTKDLGFVRLDDGAI
SLINEREFRETTLGGVDDYETFTAYILFYSVDDLIEIKSEKVQEIKQNNDVFLTKEFYNFVMNQNDPYLALSYCLKCYIR
TRDEDKHCDDIYDLIMKGEKSEICERIKDFSRELVAAIKSSTNRRIVNLSMDLLKYGLKSEEKSERKSIFNKIYKEIDSK
SPKFVNSYCDLILNYLKEHLDDINDRGTKHNKFIEIKNDLKHQKDFDLSILDELCEITFEINSEKMADEFITSVINSKDY
KQLYDTKTDIIIKFFGVMCFDLLFDSNLIDVGKQLLSKLIEEKASETINLFFDELFQQQKRLIFKGYKGQKEDERNCFLT
DYLSIFIKSFENSKDLRSQLTFQRFLRLCHIYHEKYCSPPATTFRQAKIAQLLIEILLLFEPKYWVENEINFDDGDEGLV
TLKIEPVEMTNTILSYIIKLDNFVFDVFPCVIKAVLKGNEKLISILTENDRKIKIIVKSNNKTIISLLNDLFVQKFDNEE
ISEIMIPFIPVFYAVDQKLSIFDHFLDHGSLQQKEDLLICMAQRCRNDSIFQKIFPYIEEILKDKNISFINYFVDYGLKY
QETFIGYSEAFNRIKEELETNTNINYDELLLNLLKVYIKKFENEKEFFKIGEIFLIVLKKNYFDEKVEYKQTAEFMEKNK
KSRMVVFLLSSLYPLMNRSFENIRYQEVEDKGELVELICDLLANKDECGDNLDDMALDDELISILFICELVKENPEYKQS
FSLKPEQLSEKTRSNQTVIDTLFTE                                                       
>Tvag_XP_001309979                                                              
MCDIDQISKLNKEVRVTLKIKEQIRLITFPDPKDKTKFTVLKDNDSLKLHRNLPLIYVDPKKDGKFKYPKVKILPFSTNY
SNYSDLSNFTVPTKRADSQQVSSFSLYSSSSNFKPISQSNTISRYPSSKVEFPSIASQNLTNYSTDFSSKPKRAISYTSS
DIFMRRTPVQSAYSHPGMIGCKNLGNTCYFNSGIQCIMHSLPLTRFLLGDEWRDDINETNPLGMKGKLVRQFAALTAREW
LGEEIALSPDGLKSVTGQFAPQFAGYQQQDPHELIMFMLDGIHEDLNRCRTKPMVEQVIGDSTNDLETSREAWHNHKLRN
DSIVVDLFHGQLRSRCICPQCGLTTVVFDPYVAISLPISPPNQKVVDILFIPYDMQTAHKWLTVKVPRNASVKDYEDAVF
RETNREVAVAFTADFQNGMRLYWDPTQARYSAALTIIAFEIPDDSLAYVPVQLEFNFAPEFSYMLTTKAPLFKPFLVEVN
FMSITPEELQMQVDERLDYLWDGDILYLDSEENEITTNIYNNNSIPGFFKFNMKYNTNNNNNNKIEEIHLIKSDKSDVSK
SDKLDENESVKSDKNNESESEESNKEKESENSDKSDETKSDKSEHSDKENETESSEKIDESSHLQKKDKNEEAKSDGSRS
YRSYDSDSSEKPEEESKSDSDKSDTNEDKSESEVASSGKNMARTQHIFIGERNPKPFQFSRINQRFSVFSDESKSSEKGE
ELDEPKIISEHSEEKKSDKSEISDTYDSKSDKSDKSTHNEEEEEEKENQSHINKTPFFESDVHESSAIESHENEEEDNSH
EEEISSHHEEEETKDEEDNSRSEINEFHHKEEDNSHKQELNHHEEETKNNAEIDLHHEEDNSHEEESKQEESNTHEIKIE
ANHEEETKNDETNSIEEQSHHEEETKQEEQNKDEEETHNIEETKQEEENNLNHEEEMKQEEVDSHEQQSENEVETKNEET
DPQHEEINLNPIQNEENKPTLPEEGEKESNHVEIEETEQHHEPDNSYNQENTIHEETEKPNEEELNHQEENNEQNLENHE
NELNHEDENSKQNLENDAEPESIHEEESNNDENKPEEEEKEETDDSKQEEDKSEEETTNEEESQQEENQSNQESEEEKSE



KEIEMKDPESNKESEEEQNIEEHQDSSIEHHEEIVENEVQQQEKQEIQNNEIHKETQINDSVIPQIAIDEEPEKHNEQQE
NKENLDEEDKQTHEEDTKDKEETHEIEENHVEENEKQDNNQQGIEENNEQQENKEDHAEEIKQTHEEEDSKENEKIHQEE
IKENEKQEISIEETHENKEYEEEKQNEIVQNEANKEEPENHQEEIEVNLDESHEVSDNNEKEKENNKEETNHAESNEKKE
ENKINEFDELLKSFSKQIEEQKTNDEFDEILKSQEKSQPIKEDEKIVELDSLNLSETNAAANSPDSILKELEENAKEIPT
ETESESSEDSQKVINTLFPPSYETKTTEQPIYAPRPSSFSTFTVPAPLPSLSSQINSQISSQTPSLPEHPDRFPEDKYNE
NLTTEMIKIKNRLRLSSEGFNSNERVKIKQSYFSYASNFVPSPLHDNISSNVVTFQMNGSKMDVKKGFLIPELLFHTQTD
NEKKTSNGDREQPVTLEQCFKYFKQEETLDEENTWFCPHCREHVMANKKMDIWSCPKLLVLQLKRFETTETGSVKDDRLV
KFPNILDMKDHIVGPKPKSTVYKLYGVSEHFGSLTGGHCTAKATVPQKNGQRNWYYFNDSRCERSSFEDALSPAAYVLFY
ERIDGVEDDELPVVNDLNDTQAPDYSNSSSSSSYFSTFHGSLY                                     
>Tvag_XP_001307616                                                              
MDYEGWCTDFLSIILSQQKLQSRVSEFIAQIDEIRTNGKLLEPFSSETEDFINIFSHKIIDRILAIKPSSNAYANMLNSI
LQSYIKLSPNYIFSENQRMMNSVYKIITASENLFYDDYTSGILSFSTNTSPLFNENRKLFTSTNYLSVCNDHYSSDSQFV
LEIDSKVLEILLEFQSNWNEDLLMNILENYSDKLIAFVDKLNGKKIRDANDKSIMHCFSLLIDYLGDSTLSDDLIDSRFE
LCIRMLKSEFLSKQFSALQVLMAGKPLTRNQIDMVRHEFIIDSILENLHQETIHGFAWLFKSLLRLGHTENRIIESFWFR
TITQPSYCIEYFTKEWNTIVPVIPDDQIDFFWKTVSNSKILPIQVLQFLIDVKEHVPEANKLDVFHRLFNSSDNQTKNYS
DILCKTVIHYIPNDEATKQTIQNMCLSLLEENRNVAPAMSCLKLLCKDFDQEHAQVIVRKIINNAKNLRAISTYLLDLIS
ALLGRFNSEITMEDYNLIKKCFNSSLDVAPEHLEKFLNNPYIVSNNILNLDMKINYFQSLTRKKSLDPGYIKLVFTFFNL
INKSNFDSRFVKCQTLDLHCIDGMWVFLNTTGSQDVVERICQIYNFSSDPKNIEKFIEQVTKDPIDHNKINCLETMMIKK
ESLITGRNQNRWDNDSTKQKVPVTGDFTGLLLLPETIASDDLKKIFSEMFGCLTENLTLKIDKKVCFGVVNLSNQTMIEI
KTKNSLKFENIIFPSQVLSKSGLYRRLLPFLSSGDEKIEEKTLNVLNMLPTIKEIIDELNSEKPPWQTIFNKSQKSKLSY
YLMTIGKLTSTEQYTNKFFVNGGVMAFFDTLFYDKDFCGLSLITKILQTILTAPVGPAAEIERGTMLANLSKEKVIFIYD
MISELVFSDENAAEKIFNFVLLAGQTNSDIVENPSLFNLIKSTIFHKNQIFRNLISKLVHLRKVTMSDFLPFLTLSKNSY
CTVYFNILKECSMKGTKEDFTKIVSFFKEQFPSSNEFIDQLDVKYMPIEFIDGIINSLIMFPKESMSDQLKLMKFIVNNV
LLNSCHFYNVSSIYRLLIELSKDDTSVKSELLKILSVYHKSFDNENTNQILMNHSENKFRGLKNLGATCYMNSALQVLFN
IPEFSNTLLESNIKKNKDEWLERLQILFAKMKYFPDSVIDTSKFAEKWLDFDKQPIDVSKQEDSLEFLQMVLDKANDNLP
GIANKFTGQIVSEIKGVTTEFKTETYENFTVFAAEIENKKDFNDLFSSFLSPNTFSGSNKYLAEGIGKIDATQTQFIKIL
PEILIIQLKRFNFDMSLGQRQKISSSFEYPLELDLSQITKQDNEEEDEQETKYKLESIICHYGTAQSGHYISYIKKSVEA
DDEKTQEKWFLFNDSLVSEFKGDLVKETKGTESMHYEVSWGSGKPSAYVLIYRRNDVVPEKLKANKISKSVIDVIKPMLS
KAILFNILTSNEYCEFILEVCDEGDILFEYLTKCLTTITKSKILDLIQNKLQNLANGKEFANYILSKYDSHFNCLLKSPS
KEMRNCYAEVLCRAMQTADSKDVEEMLNYLTSKFDEIMKYWQNFDEFFLPFLQSVTLSCSNESKLIPLFFDFLVKTIPEY
ANQNKEFSYQRINLSSVFKLLFVLLSSPQLRSNYQKTVFNSNFLDNWFQSTYHALAFSQLLRSFVIENKDLSQTFFDFFS
QNADQLSPQAAAGHFSVIIASNTDQTSSQIGWVFKFLLTKSDNYITQFLSSLEEKITESHIDFINAVLNYVNIWCNNWLF
SENPFLRKETKKFVINVFDSQNANQRVSTLVDKLLEKLPELSKLCLQIKYRQDFVQKQIPATTFYKLLKWCSQKQICYNK
FVEKSKLLCDNLIQIKNLRSKHFNNLLELIIKTIPSQVFFRKVDCYRFLSAFDSFRSFSDETIDIAINSLNYARADNSLT
VSSSVLLQNAINSILLNVNCSSLKSYQELNLICRSLVNEETTANNVAKFLFGSPNFHEIFDENLTNPLDLTLYLLREYPE
TSLIFMQSKANEFVHKFTLENMDVQTGFVVLREWTDSFKTETINKRDWFRRPLIQPIILFWQKSELISEICQRLTKPFTN
IHDSDEMINLLVCLAMLSPSIASIVISELSKSKEKIDFTNEKISVLISMAVLETPESSISFLTDIIPSAPAFVKSMLSRA
LARVKAIL                                                                        
>Tvag_XP_001304482                                                              
MECSDSYSEEEEEEESIIKRWIIQGIDSLKNQDIKSKMYHANGSDITYYFYLENYSDDNTPIKFHIVFPTIEYALKLLIE
VKIANKNSAIKGKQIVCIEKANDDSSFCLNNTWKYLLDPENKFMINNNLFVEVKLSEYVEKQSVQFKTPSDSTTKQVYSS
VSKSSCAIYSKDETGYVGLQNQGATCYMNSMLQALYHIPEFRRLIYQMDVNSIEGANKDIPINLQRLFCQLQFSDTAPNT
KALTKSFGWNSLATFIQHDVQEFARILIDKIELKLNKTPLQGKIAEMFRGEFTSFVRCPDCGYESSTTESFYDISLEVKD
TKDLKISLKKYTEKELLTDENQYNIEGKGRFNAEKGIEFTKFPPILNFHLNRSEYDPEKEQIVKIDSRFEFPESIDLNEF
LAENSDQKNSSQIYSLFGVLVHSGTVNYGHYCAFLRTSSNDPQWYEFNDTCVQKVSKEKAVDDNYGGASNFSGYYLIYVR
NSDAERIFKPVTDDEVPEALREWYRNKTEHRSPKKAGDENLFLYTEDSIKWTTRLGMPSFVCSDKKRSIRIEGGKITGKE
LYDKCAHEFQWNRDEIKVWRLYYNNVPSSVVDDDNTQISLFYKNFFVTKSDKNSEVQKNFNDYIYVYCCFFFTDAEMPLQ
YIGNFIIQKTSTIKDLASLVNERIGYPADTPLECYELMTNEPLKIEITDDSGELRTFENYCVSSGSIYIFEVAKHHIRPN
TTTFEILPPLSEEDKHILHSSSRSYLNQSQSSSFSSKYELYEDNRTEELSKIQKIQKIPKIPKPEKQVPVFFYDEEDSSD
DIDEQCNKKKSISAFFEQDKKLLKCQIYSYKARDERLATIVIHSTLSIEELTLFLSKCLNFDYNPEEDAICIYRITHNGM
SLMYEGTISYYLQEHLGINGYFTLFVDFEKRITFDELSKRTLINVTFRNEDNQIKSSLIRMNLKSSTAEIVNDALTEFNE
EITESMSVFNVVDHRIVGLADCESIFDSYLCQDLIITSYDDSSLSCFFCFTVICGCWQRFVGIPGSVVLNESDTSKSLKK
RLNVDDDWNLVISQNSNFLVRNNEFVGLSLSYKNGLVRDDENVLQKWRERDDGTDTIFFVRFEQKS              
>Tvag_XP_001303662                                                              
MIRPENHSSNVTLRVHSWKKFEALRHLEFNFTFRDPSINKSPIPGYQNITMYQDVNKDNTFDLCFKNLHWDTDLGYNTFE
LLVIIKNIKKPPHILEDPKILYRGIENLSNHCYINVNIQMLFHIPAFRKIIYSIDSYLNMGDDQSKALLLALRKTFILLE
EKKENTRKDEKMTNAIQIDELLNALSLVNATQIEMNDSHWFLDRIFSTLNDNSAKSEISNIFGFEQLSNIKKDGESIVRL
ERCLTWPISINQNLSFEENIKNDRSEIITETGVSKQYKFKTLPKILIISTSYIQSNSEQSVHDLPTTLSLSKYVSEEQTC
AEYELYCIIWYHGNSQSGHFYSCLRPNVTDKDFYLFNDARVTKYNIQNINKEYAHPHVLAFVRKDSIDEMSVIPTMPDKS
DAPVCPKEITEQKLVFEVRTTGNLANSIDNGFIGFKPSNATDRFSVELSTKDTFSKLYEAVKTECENYLDKNSDNFRLWI
RNKKSLLGTIIPNDPKRMLYELNDKILFLDQIDYNEPFDIRKSQARVFLVYFDPAKTKFTYILMRTMSNDEPISGIMSST
IKLLQSKLEDTRSLTPKDFNVYVDKFDKSPPTLVSDVNSNNNFKHGTFLIFVPKNAKTLVVDPPNSTVRTLEEYYPENRI



MTLERYYITHYYSWDFKVFRFGPIDQKPFFIKVASTLNYAKFAEFLAKCCDLDYDKDQDDLLVFPVVYEHSPKTRPIINQ
QWANIWDPYMTNLALHALIKKYTTIYFEIFKGYRGKLFNNKYNYGLIRVSISKDGIHVNELLQCIVDAPYTPRDVLKALK
REDLGFDYRIRKIDGGSSWTLVDIDTSCDDKHCHYRFELKPKEDIMEITVCTGTVNSSNGHFSFFGEPFLLPVEEGQTFI
DFADPKKFPEGVTSCKEYDIYCLDEKYEPCGNYKTLKMVDAVKNNMKVAVIPLTLSPYLEREKEFELRG           
>Tvag_XP_001303410                                                              
MNYDDFACIALSCCGSSSEFGQIIPLVLEKIKQVIANKHLDPPEEDKTDTFLTFFIPDFLRTLLSSSSYQSSDYRDIKIL
LRDLLELSTKFFYDDTYKKTIFSIDTLLFTKNSALYQQNDPTSMFYTIWHSFIENSKFYFIELSHCIQDNFGQDESIFYF
VFDAYKLSGKAAEFKICVENALQSYVNFLFGIDSILEKEPQRLKEFQFKALPLFIELLPELRSIQALSLLNILTNLLNST
QHKTRLLGADSIAQIARISQFSIAISDWARQEKIKKSLLNPVSVSLCNSLSPVIQVCLKNGNIEFELFTEFINECIKQQI
SESTISDFISTYCDNFQVDKQPELLEKIRSVEITENNIEIFAKILSNLEYHKKEALEILIKWSENKELSNDSQKILLNYI
IKIVERASSTSIPECAVDYANRLIEEEDFDNALKIYTKLVRYNICSKDVIQEFIKSDGKLRKLGFDLEIQRFSQFEEMNL
KKYNDRIDDYFWYFINELIKASKFRVYNNPNMSELKQIAKEYDYSKATPSFVDFVEQLSTDSPIYLFRVVKECENPEITK
IAIDKLLKRGQNLSTIIEKQVIENIDNFNESFIRIIPIVDFFFQDLTNFHKFAKANIIPHFLPKTIDVIFVLGSREEEVT
VTEDETAEDLVEQASVVFKEKVNLREFWSVLDTVKNREIKEGEEIVFAKPIIELNNVVKINSIIKFINHGLTEKLLVFVN
EKSDISKSDMEKIFSLINKLPTSQDIKDALKEKDKTLELLETAKNIYYVKYIFESIRNLSQCSKDYLLKDDKEILHKIIK
FLEMESPAEFKEEIINILKQYLEAEFVTKSDIHFILPNLIDIFVDETCSNDMRFNIIEIIQNLSYGELQQEITEIMKQKT
EFLNLILQNLTKDNFEQFKEFVDKCDILPVIFEIVRSQISKENFDNKFILSLIEEKSEIGKYFSEKEFLEMSINLITLQN
PEMVKFGVDFFYKLADKSEIVNEYVTFLINLILTTDNEDNKENIFKLFWKISEINEVYKTAFVTFVDDLVNLRIERFNYD
YHLFNQSSTKSVGLLNLGSTCFFNAVIQQLFHLPCFTYIILTEKFENDISMHHLQRMLSELLISKQRYSDPKSFFDEWKG
WNSQKINVKEQQDASEFMTIFIDKLPPDTSKLFKGSSVWTVRDLEGNILKRIEEDFTTISLQVRSFSNMNSSLNGFAKPG
MLTGDNQYESDGQKIDAQHLTRLKVCPPILFFQLRRFEYNTRTGTRDKINDKFDISLKIKIDPLLETNEKQNYYLLNGII
MHSGGADSGHYLSYVKIQNNWIEFNDSEVSFIDQETVLEKAAAKGTLENCSAYILVYVKENFIQTDDNDEMVTFNDLEKY
IPKDMKEEIYKMNEIFMKTQFAFSRIFLNYMMNDDNSGFDKKLNFFFHIFLHADYKEFPTRFFDKMIRQSSFNDSNLKLV
ISEHTDDVIELYLSLTNTDIVSKLNVFISSLSVQLTDDDKLFEFYQTVVDRLELFVENRMNVKNILKLIYDFSFNQKEKC
QVFVDKIQEFIVLNYEKAEQMALTYKSNLFIGDVFNILSLYLDSVKIKILLKYSDMIIMTYSNRHPFYNLLVLLYENDKI
DDEFFLETARANPSAMFSEFRKKFDTMKIEKSIIIVTFYERFHSLRDEILKFLITKDSINYVQSCRLLSKPLISLLFANK
EEDRKSARNIIEIGFPVMRNDDILENYSENDDFLDFVDEFLKYFVKFANSEEKKDEKVMKDVLNYIVILCPFMREEEDLA
IVSLITNSSEQNEIFNYLMFCSLLGSDFAEKYFTQIMEIVMNKIPHYDENRVSDETTSVLAALTCFAMNLDYNSDEIKNF
LSQEVMKLFKNVMKTHGKDTSEYLFLETAYNEIENSKSEK                                        
>Tvag_XP_001303323                                                              
MSEKEFEDWCNSTCSSILSLNLSKDDENLIDKYVSQLISGDSLADPYKNETNWFLDDFCAKTVTSILNKTVPKESSASLN
SILQKFIPLFTKYIINAQSKFISAMKDVFLNAQCPFYSLQNSFGFFSNSLIKENISQLSSTDIIPQILTLYKTPNALTPK
SMYWTLKLLKTFNKKLYKSVLPEIADRTNTLYISFLQSKDQEINREIDTSQHAFILKFITKHMVDYNSKAANFSDLLFLA
STRQVFCDSIKKSFDTLVSMKKEIKLNEDKLKLLLESDFLDLVLTKDIHQQIIAPLYEVLLVLFQTKKLDHEYLIKLWNK
FVKNPPAEIDTNLKEFQRFFNNLESTTRDQFWVYLQTTKTFSDFSYKFIQDNYHFLTDECRGNLVKNLLTIFDCNNKEQV
LLLSKLIPNNQETCDNTLNLCLEILKEKRNIREVMLIYQSSIRYANPQKVMESFIPLLNSVELLDKLCPEAINCLKNVLI
KFENITNEEFKAFKSFTLNMLQKDPESILELYQKLAEKTELDMMNDEMLHSLIRYACKLTPVCPKLIILIFQLLNYDVIK
DKGPIEQIKDVNYIIRTAINEENSELLDTAAKLYQNDINKFVALTKDYLESNVVLQAYLGFIKKIELKHDDEVYKITRNK
HDSPLKMSIIEIKGTDLGKIKVPMSITYEALREKIGYKLNQEKESLQIFLENNVEMTAQNMKLQEQMTVTINNGSFPKDF
RMENYSNFPSPILLQYREAIWHLMIKKNNETAFYILYYLPTLKEIEDKLLETESDAWDKVLTTRHPFSLLYKVNALGNLL
DNNTEFTNKFINGNGVIRILEIATDDIDKLFTKREFQEMVIDIAYLSVQKLNDGKILKKSKIIDKITKIVQDLIENPEQK
KQSDHFIPLFIAILQKLPDLVKTSEEIKSLLPKLMFYGSESVRTTFQELFKLFDPSVVEKTILDLLPTAKKEKSTYYFKL
LSTFVENTKNDYIYDEMKQIVKEIYQSDLFIDYAKMPPKPYIASVFSVLSKIITKFDESLYNLIVDTILCTKYKYYSPIK
EILVTLNEMIQYNQTILTTLLPTLNFQLSQIQDEKRLRNYCAQYAHDELDDLIPEDVRVHAGLTNMGCTCYLNSTLQQLY
NVQEFRDLLIKSSPEKKWLQKLKEVFTQLETSRSAVNPSAFVKSWLWYGEHVNPYQQQDAVEFLQALLDDINNEIPGAIN
PFKGEMKAIIEGVDVDYHFERNEELITFPVEVSNNDTLESSFKSFKNPILFDGDNKYTDEKLGKISAKMFHKITKPPTVL
VIQLMRFTYNMSTNQRLKVNSKYLFPEKLDLSDLMSDQSEHVIYDLTGVLVHIGSANGGHYYSYVNNRDNWICYNDSRVS
RSNMSSVMKSTGGGKNSESAYLIFYTKSTSEVKEEPKEEIVPIKEEKVEQNFVYDEEIESNLIKDLNDFILKMSDYTDNP
IVGLTFLFNEQIKVDQEKIKQKIVSKTKEDPYFIYNKDVMKLGITSSRNQDFFFNLVSESIKNTKNYEIFIDFLCQNFPD
IIKKDQQTFKTIVKPIQIVVDVGAKSDSLFKVVTSFLDSCQSQIDRTKIGLVLPCNDLFDSLRKVVEEKVTKEKDQGTID
LIKKIIIHKAIQRIEGANDQVCQLKCLIMTDDNIQELKNNLKSSDDNLRLDSFVTLCQTKHFTEASDIKKLSSSSMISHL
CQNLPKYCSSSMQPFFAESKWWIMEWLMSTLSEVRLGIKRALLKSFPTAKNLSEDDFDVVMSDSDKQNLKKVSENLFSEF
ENVGKFIYRESNDNYFSFTTPSIFKPYLEVLAWSVVRSDNQQMIYNEYEQIFYVVKKFSNVSISKQTLISDILSFLIRCL
TKEDFAKFFSDQTKFIKFFDVLSKGLGGSKDGLRKIPEFVVKSEVSEYFTSLFTSKIIENMILCLRPEFSFSSEYFDLLI
KYLPKSDKKVLKNLANMMNDTVNILSFANPGEPLLAKLSVFVVDCDPSLAKIYIKSKLMPKILHRVEKAYDCDFILLAAV
LRSVRNTDLKFTEEVFKAINKIKFNFEIESHWILVTSLLSVNDNFCDFSLNLIPEKFVNDSLQKVKIDYIRNAITFCRGK
SNLMNILIQKISKSLSTSSGQLICEWCNVVVLLLTKDTPELCEILIQNMKNSDIECFGTSTKIYLSKCQNFGFSIEPPLL
RVYELIATITENERATNIKRLLEFSLEFSLIKEKLKNIDENKVETMRKICKTSLTDERESVYAVDALNLIDIIFGKKQ  
>Tvag_XP_001302681                                                              
MTFSIDALRVELYRRREEFGPLPKTGKSYDIAIVEHNWYKSLIRFIKNSNVPIPGPITNYELLSGNTLKPNIVYKVDYNA
IPVETFRYLISIFKGGPEIIRKYSIHPRTLDSCIILEPIILRIQPESHACVTKTVDPDWIFADLKPHLCKSLLVNPQDFI
FANKLREKIDENEKIGDYVRNHGNLVRLTKHLRNAHSSLLATLPLNFKPKANQNLTFVCSTLPIHTFTPMPIGLLNLGNT



CFLNSAIQCIAHLRPLYNYILSPTFDLAVANNQGKKNNCGIAMEFKNLLNMMAKEDTPVNPRDFRNVIISKHKSLANFAE
HDAQEALSAILIGIHEDISIDNKSIISDLFFGQTKTVIKCSNCGYYEDLKEDFMILPLPLQGNSLDEIFESYCKPETLDK
ENMWFCSSCKSRVQAVRQTFIEKLPPILIIQLSRFESNERKNNKIINYPPNLDLSRLFRGASPMHLVSTIYHDGTLDYGH
YISVTLDQEQNKWYLFNDMKASPARPGDAFGPNAYILFYQI                                       
>Tvag_XP_001302474                                                              
MAAVHDKKIFDLSKVSDFLTVKRGFDDYQYPVLADRGYIGIQKYHLTAVVMKRSHEEADVERNNAIAQDRQIVERFFARF
KSCWSCMKNGFRGERTSLPLIISSLVGLTNYNIDGSPLNDNEELLLFEDFTPTKVLPSSDTVAAVVAPSMKPSKRNIIAV
AHQAVDIIQSSQEANYLYPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSSIFTNLNSLKSK
GLVFVPHELATLLGNSTYEAQDCDDTMTRLITDLAEQIPGIGQLFRITYRDSANEQTNCYSIHTRIGEPDLDHAIQHHLS
TTRNTSWPQFLTFDIQREWQNDSIHQVIFDFPKKLTLPTVERQRYQLVAIVAYCNFHYVVFLQKSAYWIMINDEVAYSVP
STDINALKGCSTAEMPPLWYKTLEHKWLAKMLIYRMVQ                                          
>Tvag_XP_001295980                                                              
MDEPCDEDIITKIKESRRASIVVTVTPENSDTDEEPLNEEEAKEMTLTNPMPRFSISIFIRMHPKLQLRSLCNFTYEQLE
YLADIIESNCGRARRGRKVKFSTIESLFLTLTYYCTYLPYSALCPLLHISQSCYSKLVTRTTNVAFPIFASYFLPNHCPP
LTSMKNKFTNFPDAVAAVDSTTIPFNIPSVKEERLYSWDEKNHCNGIKLQVLVSPDGKAIHQNVEFMAAVHDKKIFDLSK
VSDFLTVKRGFDDYQYPVLADRGYIGIQKYHLTAVVMKRSHEEADVERNNAIAQDRQIVERFFARFKSCWSCMKNGFRGE
RTSLPLIISGLVGLTNYNIDGSPLNDNEELLLFEDFTPTKVLPSSDTVAAVVAPSMKPSKRNIIAVAHQAVDIIQSSQEA
NYLYPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSSIFTNLNSLKSKGLVFVPHELATLLG
NSTYEAQDCDDTMTRLITDLAEQIPGIGQLFRITYRDSANEQTNCYSIHTRIGEPDLDHAIQYHLSTTRNTSWPQFLTFD
IQREWQNDSIHQVIFDFPKKLTLPTVERQRYQLIAIVAYCNFHYVVFLQKSAYWIMVNDEVAYSVPSTDINALKGCSTAE
MPPLWYKTLEHKWLAKMLIYRMVQ                                                        
>Tvag_XP_001280531                                                              
MKPSKRNIIAVAHQAVDIIQSSQEANYLYPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSS
IFTNLNSLKSKGLVFVPHELATLLGNSTYEAQDCDDTMTRLITDLAEQIPGIGQLFRITYRDSANEQTNCYSIHTRIGEP
DLDHAIQYHLSTTRNTSWPQFLTFDIQREWQNDSIHQVIFDFPKKLTLPTVERQRYQLIAIVAYCNFHYVVFLQKSAYWI
MINDEVAYSVPSTDINALKGCLTAEMPPLWYKTLEHKWLAKMLIYRMVQ                               
>Tvag_XP_001583506                                                              
MASKLMIPPPEKDFEVWATFITENVGQNDVFILQLPPLKKLVADYYNNKSLSGKLQNVSNRFIGEILPTICKKILQISIW
KKYNMIITEILQGVCKIIYKYHEKLSDELISTLISILYPGYPYYFTANEFTHEKLDKWIIVVGYLFDDQRALDLIVNFYA
KNTNLLNFENCSVIFTAFQRYFDIYSSLYSKNYEKILNYYIENIKTMKSTENNSFQVSLESFLQCICYKSSLAIFIIPNL
LKLSTEQLKSDKLEENVNGIIMVKEIICNKKIFMMDFDEKINFVKGLIKLDLHEKTLIYLSQIITTLAKYFTSCSDLDTQ
CKYDIWQIIEILWEKTKTVHFSLQSKYTEILGKTFAIVGETKTKTWIERLEDNPLIVNVLTYSAININKPDDFLDMILTQ
KQHMKNVVVELTSNLVKKIQNNIAIKTANMFSIDPCVEYAQILIHTFNTCHESATTSILEQISDTINKINDEIPIYDLIF
TILVSMEKPLDVTILNKFLQEEPKSEFWEFLNKLLEKNGKSSLSDESFAKIKDFLVNDGYFSNTKEFMGFLKNIIIIIGI
DNKLILSNAFASKTIPKKIELKSFDIPGMQIIFKALDNDKSDQSPAFDTLLFFLDNCSVRIIKEVCDKLLILLKESPESR
KIVYFKLIQIFIDKYEENDNLFSEKTYRHGDILLPCSNNYKVNLKYNETLYPLVLSQEELKYKTAYLLDKFSAYYPIDFE
KNSNVKINSLTMNPANLLLDYISKNDVIVTVDSLKIHDYNFVSSDEVPSIIFFEKNLTSFIKDFLHNNSNLSKSDKLTLK
GLLQKLPDDEEYRGLLVTYPDVLMTYFSSETSQILAEYILEILSFRVLKENIRDRFVSIDGIKILFDKINEPDFKSILAK
AFSILSNMPENELVTYTEQIFDLIATNIVNIKQENRDIAIVLICKLDLSKIESKFLENNNILNNIFEKCPFNYHLKLSTY
ISKFTCNEELINYSKMRIKESQKPYFYYPIYSMSCSLSKNDSDAIECYEMLMNEINSAKHYSIYSLQFVLEKVLKISNNP
EDVIKRCFETTKLCDDEKTMIKIFNRLKNISDKETLKKCADEFVSELLMNSYEFTNKTRSIYGTGLKNLGATCYMNSTIQ
QLFGLAPFLERFLQEKYEEDNSMYDLQLLFSSLLLTRRPFSNPKSFASKWKGWGNKTIKFGEEQDASEFLSMLLDGFTDD
VKEMFTGQFFNEFKSEENEVVSKNFESFRLFSVDVSRNTNLIDSFNEMKTPEHFENYKLENGREIPVNKFTKIQKAPTVL
IVHLRRLVYDYTKMQRQKINNKFIFPDDLDIADFVVENEDCKYDLKGVICHKGTAESGHYFSFCKKSDKKDYIKYDDMEV
TKEDKNSFHSSADGTGKGETSSAYILFYTKKKFEKDFFDTKSDICKFVPEIFVEEIKKDNSLFLSSQLAFSKPLFDLVLH
LCDLKIFMKYLCEIFVKSNFEEFIPALDNKIGSLNEEEIDQMGEVMADEIQNIARIITSPSDEKIPQFIRKILKFVIEES
TLQNSLKIFSQIVDIFSKCVSAWYSYQSIGLLLHSYTQKGRKYILALDDETISKLLNSILMIYENDHPESILKSIDISEI
LSAMTDICSFKVKREFSQLLDLENKIKSGSNTQKIVFQRLKKILIQNQEKIQEEFNVYDLKTDSELISLFSNENSMQRIT
YTLLIDLSNKETFDKAKEYFYDHLEPFIKYLNQKRSDNIKNYSQRIFQRLFPNYSNNYFNPVPCDNLENNDEAAKIIKTI
VKVAKKSISELLFIVLFWLVVSSNNYDFDFFSILMMIITSLENDKKFEFCLQFAMKLIEQNKFDKERVIKFRNDINNLAL
STQCGQKINPMLVCLCLFFEPEELIVYLKNYKSKIINGIFNMISKQNIYSDISYKLILLFIDLKENHGFDDSDFMKKLFA
QNVTTIDHLTRSYPLFDKVAAITGNLYLAQTLIKYVNGLLSKSNAVECVCKIFDFIRPPLHPKDVFPSNSYDFMAKLNDA
IPAIQISFCDMIASFCIANKPTFLHTMKEKSNQYKLNFLKCRLALIEENEVALLDSIKTDNAKLKIQILSHCVDEFKDSW
LQMIGIELLYLATFEPQECSLFWSRVIDSLGDEWPKAVDNLVNRLKRKGMNEISPDQYNLMKLLISKYEITYDQIFDILQ
KNGISELEINSIESLLKNCMK                                                           
>Tvag_XP_001583374                                                              
MKNKFTNFPDAVAAVDSTTIPFNIPSVKEERLYSWDEKNHCNGIKLQVLVSPDGKAIHQNVEFMAAVHDKKIFDLSKVSD
FLTVKRGFDDYQYPVLADRGYIGIQKYHLTAVVMKRSHEEADVERNNAIAQDRQIVERFFARFKSCWSCMKNGFRGERTS
LPLIISGLVGLTNYNIDGSPLNDNEELLLFEDFTPTKVLPSSDTVAAVVAPSMKPSKRNIIAVAHQAVDIIQSSQEANYL
YPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSSIFTNLNSLKSKGLVFVPHELATLLGNST
YEAQDCDDTMTRLITDLAEQIPGIGQLFRITYRDTANEQTNCYSIHTRIGEPDLDHAIQYHLSTTRNTSWPQFLTFDIQR
EWQNDSIHQVIFDFPKKLTLPTVERQRYQLIAIVAYCNFHYVVFLQKSAYWIMINDEVAYSVPSTDINALKGCSTAEMPP



LWYKTLEHKWLAKMLIS                                                               
>Tvag_XP_001582229                                                              
MVEKVTFSRMGKGKGKQKGHDKQNQGKQKGKKDQKEQQKGNKNSGYISSCKEFKFINEERVRNFFNNKTCMKALSSKNPL
SKNEIKNLKSIHPLVNWYNPTNLSLCLVCGQALDEKHFAEHMEDKHVLALSINDQTIYCTKCNRYIPIEKGTLLAELLNI
EQPETKPVVSAAPLKSGLMARGLHNLGNSCWMNSSLQLLSRLPLLPDEVNGSKAPLAQAFKYLSTDLKNSGHAIKPGQFV
SALLARLPFLSVTEQQDAYEFFTLFFDSLRDEMGGNAKDLSGNDIENVKKIDTTTIDKSVSFILDSEMRCETCNSVTHIY
QRTTAISLCVPYGASTTLGEVLDSYFSESSSGDDWKCDTCGNTTRCAIIPHIATTPQFLILHLARFRFGNNGFIKNNIKV
ELPLEISLDKYGIDEKYSLFGFVTHYGTMESGHYTSVYHDKTGFVYFDDESVSSIAEQEALNIQPYIIIYKLDVHA    
>Tvag_XP_001581796                                                              
MKAYITSSTQYIKTLLTFSIDQDFVAIPGLDLPLKIKITAKNKILSHKNIQFPGIYNLGLTCYINSSIQFLNSALPLRQL
IFDQDPTTASVSDELQKVFIEMNSSNDPIILRPFVKSLGGNIFNVIGMEQDAHEFITSLFDKLDNELGKEFVKNREDACS
VVESRVLECPAAKIKNEVTETSNEIQVTVQGFSSLMESLRFSTATEMLVGANKWDAGEGFGKQDAKRYTRFKKLPKFLIF
HLVRFAYNRHSQRVEEVRSQFDCPEKINMKEFCLPEVENTNYTLVSVIAHRGDPMSGHYVTFAQPAYDGNWFLFNDSAVS
NVTFSDVQKTFTDQSSLYSSVLSYIGRTDFLAYIVGYIRNDQLKAKIKVSNRISQIMSDSLTTRIVKSDSNIEYDVYNSK
GDIVQVEKGQTIKEKFPDDSDKNFFFALQSTENMIGPLNLSTVISSFLVPKTYATIFIMDKNLGEKPVFVVQNEKIKIYN
GFDIISIFSDKIIYYNDVVISNDDQIRKGMILNVVDKDVTFSIDQKPLTVSYDTRYEEIQKMINNEHPERVVFTTRMKIL
KPKYYPTVLSLHKQYDIQSSLLPEGFTLSQIDLFKKVNVFFYDKKHNEIRKILWLKKDATVQNTIDQIKLIMNIQKGDIV
LSSFNKSEIPFILNPVNLLRDQTVRADFVDKFPALSVTETIGHLKEKKSYVEVRKSSGNGVFRNYETLGFCGITNNMNTH
NICDEFGIRDAKEMFVRSYSDGTKKISFDIKAKFNTVFQDVSKKFNHRPVIVIVTEEKED                    
>Tvag_XP_001581451                                                              
MSDKPSKQFSGVKSICEDISKPDAKELCKILKDAQFVPELLKKLHYQIVEKFAQIVLVMAYNNYLTKEEITELWNLSIQQ
HSQTNDFYFKSLLNIFSSLPKEMIDTLWDIFPTSESFPLPALRFFQKIALTGTLEQRKALFTALDAYYPKIESNPEIKND
LTAALCEILPNDDNMVTTIQSKSFDLIRSQQRVEYALSLLKASSKYLSPENSRISFDQLIEIMTVDNNKTINTQFFDLIA
QIMYNFNENLPESEVKSLENLLRKFIKTNPLEIIGLISKVIDKTKYKVLSIEILSYIFESFCKDVPSDKNTIDFIIFIFK
KINDKYYNDPGNSPFSKCNNNISEFKGISSLWKLCFKTNNDTIPLFLCRLYGKSKDHDNIVEFVKRCMKHPKHLGSLMAL
LHIINLIESNRDKESLGLQTNKFISPSNFCDMNLVGDINATIKVRKDISFYEMKERLSRMMRNPKSTIEIIRDSEYMNSD
SFSTDFSPLEYLIHVRKAEHVVSFKMPRVDYFPTLILTREKKYVKQLLDLVNSESDEISQASLRVLNEMCPDEKIRKSLL
KIDDWKQVFDEKHKGLLMYKLHMLGNLLLKNEHNFVEQFFKTNGPTELFMFVLTKSRKEFPNFDNLRTVLQLGQFVFSMI
EKPEQMKDLIQNLGQSQVENILKWSNIILEEKQTKESIEVIDALLTFLVHFAEYGEPSAFLTEQFALLFKKTIFHSKNSI
RNGLVNVCKFIDKVKLEKLLIDVLPSATCNECAEYFSLLDSDNFSNKNLLFDSAKNIILGKYNFTDKDTLEILKTYSPPS
IFTHHLFKLLSSLVSKIYCPVEDMKNLCIFCMNNILFNPLKYFDPTKEFFDFVFYAIKQDVSILENIMPFLGFLSQKMPA
EQNVNHEVRYRGIYNPEHKHSHISTCVQQLYNIKEFRDQILIPHVTDPLWFNELQYLFAQLMLFPTTAIDPTDFITSLNW
NSRTLENRLCDAGDFLSLFLERIGKIVPQLKDLYTGKVSHEVKGTSQHFKQEIVTDFILFPLEIKENKNIYQSFQTFLHP
DILSGAEQYLAEGIGKIDAISYSKVTVAPKIMIFQLKRFETNLATGDRQKISSRFSFPRTLDISSIMKVVNQPVMYDLIG
VTVHAGNLMPGYFYSYQKCDNDDDWRIFNDARVASISNTRLNQFLSLGETNMNNYYNGNSEQSERSDTAYLLFYRQKEFS
EKISDSDVDQQILTKIVANVQNLVQGKMITNSLYFDFILDIAKTTNNAQLAFTCLSKLLKSIFDEQKLLLLIEEVRNLCK
SHNEVYENVLGEKDNYEQFLLKEKSIKVRQSYSEFIYEAISVTKNSKFYFEFLERNLAKCADYWDKLESFLVPLIKLAEK
DEIDHSEWMNKIMNFLTLKLTETLPSRGRNLNYILKSIDLSPFFKIIVTILKHNDICRNEYRGTLLSQDFFRSLLSSKKN
TQGIIAIWLMLTETSLPKFIQSITINKSWTNDELAAFFIFGSHVYKENPSLLTWSLESTIVFDMNKLSDFIAAINDRITR
NDPNLEAALMSKIAFITEHWILSRGENVRRNTWTLYRTTYQNNWSETQRSLVKTICKKMFEKLPQMTEISVAVSNIHEAP
IEIYFSILKWSVQFSDGFEFAIKNSKYIINAMSKFKSNDQLCDKFMTFVIMFLDGVVQRGEPAKQFFENGSYSRFIDVLF
ESKFFAQQSSSSRDICLRIILKLTPNSCFSRFIKSSVFDSAVSYYMMSQSQVKDDILRFVMENISKETEKKVYKTLFHRD
YFKGHCKVNSSHYFKLCTNVMKEYPDLGERFVSEGNFDILVKNLTHFFKKNLKIGNEPVEKIHLLTNVVVAVGSLSNTSK
AKNEMVKKLKSSTDLIANLLKNGFSSNDANFFCAACKFSESLIVIEMLSTVLSNWDSLSRNITMETLNTAMSLIRLVSVV
NTNDKAIKIVVSTAILSQFKTAPPYAFPDICIILKPFVDEESIYQDFQKILTRVVTRHPDPYYFRKYVRDYLFDFIEKGE
KPEPFCKACLKLVKGAYANVVANNEGALVDLRSLMEFLLELSKRTKKTISNIGLTDDQKQILAHLMSKSKNPIAPDILYL
LTALQE                                                                          
>Tvag_XP_001581002                                                              
MPNGSLPQNYSKDMVEMITLEAYQKLREWFGGDSPQIYPIRKNGGQQTFKVDKITIKVEYNGETKDIYLWDRDQGAKFIK
EVRLTFGIKSKPSIIRIDSSGAKNVVKDSDSVMTLKSNTKKIFVDYMINGKLASDIQNEVTKISKQNEKEKEQSEEKKTE
VMQKKKEEDKTVQQNFRVPPNSGKCGLINIGNTCYFNSGVQCLLHSLPLARQLLGSNWRSEINENNPLGAKGYLVKAFAR
LNSRVWSAQESAINPSDLKHVLGDFAPQFQGFEQQDPHELIMFLLDGIHEDLNRCKNKPLVETIIGDGTNDEKTSLEAWK
THKLRNDSIIVDNFHGQLRSRCICPKCHSTTVVFDPFVALSLPIRPINEKVTNVLFIPYEFSEKHEWIRIKLPRESSVKN
YEQAIKSIKNVDVAIAFIATTFSGISVYWDPIDAKYAENLTAIALELPSTEQKYIISYLCGTFKSEFANMFSAVERTEDK
PVMMPFLVPIDKETSDSKEISAAVSERLSEFWNEGKIPKDFVIKDSELSQYQLKQKVAMRFSSTNFDDNQKIRVKDYFVK
DYKPSKFYSNIGSQLFTAIFNGKFMNSENHFDLKLYLKNIGIDFKRSHKGDRESGDVKLEECFDYFRQEEILDENNMWFC
PKCREFVCANKKMDLWKASKCLIIHLKRFETTETGTEKDERVVHFPDELDIKPFLAGPVEGNTKYRLYAISEHFGSLGFG
HCTAHAIVPNGKGRDWFSFNDSSVKKVIQSNAHTNAAYVLFYERIDNEAEDNAVLVAKPSSFFPENQNKQNLLKNQPNHN
NQIKPQQSHGQNKNKNNENNKYFDPNNKPGIFRHHQHNKFDKLKKFSHDQNNYHNNNHHNDHHNNKFHHNKFNKFRH   
>Tvag_XP_001580965                                                              
MFNSDSDSDTGTGWSNLSFSNISFENMKDKTLWNVNDWDLVTTTPFKVFDVDKSQFYCEFNKHKSNNLVFKFKLLKGPPS
KVGIKIEIIDQTNKDETTSRFRQIMFENNQEFYTFDTSISIETVDEMTYKNNLKILFQFTTSKIRNSKNNSAFAKIVQPP



VRMSPLSKKVNKNEIQTANSPSKPTKSVNEPKNSDFEKRIKEIQLKLPYKAKETEQQVKIPSPLPQKEKIQKSNTDISKN
TINKQGFQIKESIKDENESFEGFPKPFEDNDFPDTPKRETPKKIQNSPIYVSDSSSTTPAKTGFNGIINQGNTCYMNSYL
QALFHIPAFRSLIYHIDTSDVKPREKSIPFSLQKLFASLQLGTSPASTKDLTRALGWSEFEIMEQHDIEEFATKLLDVLE
AKLKGTKFQNAIADLFKGISTSIFDCTKIDFKSSTDNTFYDLQMTVQNIPSLRESFNLYTQAEDLVGESQYDTEIHGKQD
AKYCTKFKHLPKVFCLLLNRFISDSRGTHKYNSKFEFETEIDLKQYMVENCDPKEETNYQLYGVLVHSGSSYAGHYYSYL
KIADEWYKFNDTAVTRSTEEMAVKDNFGGPWYSTSLSYMSVITPSKEKPYSAYVLIYIRKDSFNELFYPISNDEIPDHVI
KHESPISSPQHNPHFSFEDKEYYLISESSLKQNAKSYHQIDLHNTENAILMKVKPYLITIDEFIDEVATAVNMKPYEIRV
WSINEETGRINSLITRSDDTADSLKEKTFFVEFVKDNEEIEYKTLFLSYFFSPRLSSPFTFMKKMLINASITTFDDLIVE
SRKILNLEDNVEMVVFYLTENGQLIQTDPSSIVSDSCKDNGTTLVFQCKNPLEAPLSKFELEISSDLESDDGFEVEPTKK
PAFDISFSPGMNAIDIIKQINANRKH                                                      
>Tvag_XP_001580475                                                              
MEYTDDSEFLDDIQKSKTRSKEIVRMQMHLAYLDESEPASEDENQAPANAEEFKVVRKFSLQKFLEAHPILNVKDLCNFS
LDQLLYLVDVVREHEFSSRRGRKNGCDPLDALFLTLTYYCTYLPLQKMSGIVSLKQSYLSKIINKTTNRMFPIFIAEFIP
KQYSPCDKEFDNFPTCVAAVDSSTIPFTIPLDLAERKSSWDAKNHCNGMKVQVLVNPLGQVIHMNTSFLASVHDKKVFDL
SGASDFLHVQRGVESVALGLLADRGYIGIQKYHPTAVIMQRGDDEEVTKRNNAIAHDRQIVERRFARDKSNWSVLAIGYR
GEKGNLPLIVQGLFALDNYHIDSTPLSEKDNCDFPCTPKDEKEAAATPEPNGSGSPMPKPRCVPKDLYLQTPETPMKIPS
PLAGYEKIDKILVKRTQNAIYNIETKMSIPGLHNEGATCHVNAVLQVLFYVNTFRKDVMEHLGDVEYTPVKALAEIYDQM
LHYRHKEYTISCSQFITTLGKQYFQQQDADDTFQKIVHDVTESANKPDIAVTFQYQTETPDESFYSVSLHIPLGAAGIDQ
GIKQMCTDDSHINEISTFLWVDVQRNWSDPNVFFDKFEIKKNYKTQLSDGTYVFKIHSIIAYHQGHFVAFVNKGRVWFML
DDEITYIVPDGLIKGLQGGDVGSDLWSYLGGVKWLAKCVIYRKHKFYGVGDDDD                          
>Tvag_XP_001314464                                                              
MENWDIKEIYREFRHLYETAQPKVDEPWYAIDGKWIAKFNLAAKRNKNDFKQPISNTRLLKSKYIHRNLLMPSDFMVIPE
SAWKYLDSKFTAGPEYKIPVFLNPKTQIAELLVYLPQISVTYKGETKVLHFNYYLTYYDLLKEACSQFNLPINDCELLKE
DVKSGSGQVTLNNIIAVDDKSISQSYHINYKGKDQPSALENNKFKFSKLFSRIPSNRQGLVGFVNRANICFFNSIMQCLV
HTTPLVSYVLSENFKKDLNGKPDKVKEADLFRDYMNQIWSSRSSKMDLYDLSLKFQISTIEFRQEDSHELLQKVFEDLIE
ATNTGTRKTIAISESSDQSSEKSTADKFINEFRIANKTPIADMVYHFTKNEYICSNCHKSDIKFENGWVLFAPIPESTIN
LTIVPAGTFSTPIKISVPVPQNPSYNSYVFSVKTVVQTSYKLVFSLNGKFVIPTKNANYIVYEIPDTEDALTLLNIEVAD
GHQFVPMVSRTSFNYDMLLAKLWSDKPQPPNKEIEENMTFNPKRLFDSKRYELIIPNDYTLNQDYYQMGLKLTNEPIVAI
LNQTEIYGEKGFTWNKLTEITDAGNVYKDLSVDDCLKEMLSDTVVEDKKCPFCGNKCKATLRSSLYKTPEILIIVLKRFS
SVSGILTKIDNKVDVPLELTIGGQEWCKDMEQEKYNLYAVSNHLSSVATFGHYTAVVKHSQTGQWYIANDENISVYDSIN
ENMINKSYVLFYQKSK                                                                
>Tvag_XP_001330447                                                              
MLVPPSQDFLLSGLENLGGTNGVESQIRQFFTFLLDKKEYVESHEIQNWFSADFSYFLRKLKAIRSENTENYQCSVSIYN
SFLSFIRDYGIRPNFLKIISNFFDKQNFLNIAAFEFDNPLPNDECLNDIENVLQTSYQKDERNSIQFILLLFSTHVIHAI
IKYVQEDEGNDSSLIHYIKIIRVIFPFVSKTINSYLITTTYKLIFDKKLKANSNFLQILEFIEQFSVFKVVSAEDIIVYL
FKILETNYSYAGEIITKVLVFYSQSNNEEILLEIQKQIQNSLLSTSNPMVFVSVHSLMKKYKPTRLFTMDLIPKLISDTR
VEDVNVKTSIIKRAIKYYEFNQTDIANEMIKSHFHSSKLEIYLIEKVDKSIAAELFKLFLENATNEELIEIKYSDKNNVL
ESLIISSFETVSGPQLQILIRLMTIAKLNGPICTFIERSYQSGKNYQLADNFKPLLSNIKERTTFKLLFGIVCDHMTSGE
DNEILHYAAFFLRDWILAGEPSWLSKIIEPLFMLENIKITDAIPSFLDAIFERIPQHTRTLNFLFKLIEQTVPQKYCFWL
IDSVMRELRQDRTNSREIGMFMDILLELLENPATRTCAIDMLYYTSCINADSKENNCCGVVKDLVFEHREKLLNTKIIIN
QWHTCNRIFLTVSRLYPVLKHYNITVDMPNGKEKTLNQKEPIFALPISENSEIRMRISNNDRTENTQKPPEMTSASIAMI
ASLFETNYQILEKYAKENYKIQCILVMMGLSERFFSENTISSQSNLIYPYYINYLVNNKPNELDLTHVLELLGDNYFDPI
AAATISQSLLSFKSKVQISLSLFKKLIFNDYQCVRELTGSIVDYSNMQDVLVGMIHETWKPPFREKSEEFYEILSTFDIP
NLIFAENIKDLDPYEDGSNFDTAFVGLLTNLDPSENNFELIYQKVFSRPVSDIQRCPFIVSQFARNAAYEWLLKEENREF
FVNKLFLIPFIKEEEQTTLAYTGHSGIKNIGATCYVSVLIQCMNTMHRFVEKLFLNSDIEKMSPFVQKLRKLLASSRFIR
GKTIDPSEMLYEIKDFSAQTQQDAVETYSSFINKIDEFDKTILDPITGKIERTNMSGDVTIAVKEEPFYYLSIRTRSVTS
LQDGLKRAFTPEIIPNYHMSNGEIGVMKTRFFVSKWPMYLPFVLQRYEFDKNLGSRIKLTHRIEFPIILRCDEIEKITGS
RPPEDYELCGVIVHSGTAQSGHYIALVNSNNVWYECNDGDIFEIDITKISELAFGTNDPTERKGETDVVSKTAYMLFYRQ
RTEEAMNNRVGVEDLLTKQIEEEIDKNWSNFIYNSSDLCSMIYDKFKENAQDENINILFFTTIFKIYSSKPSIASSRLNR
IPTDDLTVNSFFKFIDKVINVHMMDIFDTPVSENFSRLITTFLQKESDISHYSIIVKYWTMKSHDDKNVTFILKMMKKML
EIEDTDWTPFYESLVNCIRILSDLVKNDKHRTTSLYPKTCLSLINVLTNNMDNQTIVRVLCELSMQEIFLVILKLVKKED
QLSLFVKEIIDKYPEILIGIPLPEFVYKIIEESIKLEDIQNYNSELKEICPSCYDGIILRANRCLHENMLNTTNYKEGLL
KLSARALLLMDKKQKPMTAQQNIYKPVNNYQPPPPQNNQQNYQIQMMNSVQYQQALQQQQQMYQQQLLFNPQIRQMLMQN
AQQNQQSQLIQQQQKMLSQMQMYQQQQQQLMNQQQMMNKNEENLQMKGYVIDEFPSEKPFSVEMSTNLEIFKPVKNVKIS
TPNCQLPENYEAGNYSADGSPIAIEPAPALC                                                 
>Tvag_XP_001329851                                                              
MILEKNQFDLPITGKENALFKEIYFKIIPKMRKYGQMSEDLQNKFIKFFDLLIKVGLTGLNKNSNERIQILTQLAFDQNC
QTFNNNKEAHLDEKILELFKNNKIYDTFLEFLDKDDATISACFALSQVFISLQIYFTDFDIVKAFNKLFDAIVRAGKKNA
RLFVTSEVSKFKDIISQHFYNSNLCCRMMDIYAVLASCEIFDRQLYGYQMIQKNLENPMTQDYSLNWFSNESNLEILKRQ
ELHPQIMPILATIISILEKENLLPFHIITELWNQNNVIHSSDLDSFYKMFLIIGESIQSKNFSEYISLVTSPDNKTSQWF
NFIINLAVVFGKREDGNDPFNDLRSYICKFAFDDNSDFNDQAKHGLVLVLKYHITFDKIIDISKVLIENLPNECFYIMQK
IIENVNITDMKLIMELLHMAFDQIMKTKNRKQIYEFLVSFCTKFDVYFDKDLCKLVFDKDQDSHYYDFLSKLIENALIDT



SILVSFIMEQKNINFCSSFVSLLKKIVLSDIPEEGIDEYPIPHEELLWKFVKINSDQQNEIAEFLVKCYMRNDLRKISNN
EMIDTFLEKWISENPELTDKMMINLLHLFITICEKKVDYEDFDLKPHLYEISPKVEIEVSFQKQTMKLIVSSRISISALT
KRVCQSYGDYHYSFQLKMENSVLNPNKILSDYKLTSPVKMTLVQTNEQMKTRSAREYDELPSNVIYESHYEIVEKMIELI
KNDDEEAKKLLDDLPTYKNTLEQINNIEDDEIFDYSGFLPLHHPLYFMYNFETLISSDKWPKMTHNGGFLYIIGCIEDSD
NNICENIINFISKKFSKRKKNKYSQQILTSCLIRIANQFEDSEELLGPIFTMLSDLVNLNEEIQFPHDFDEIVSMILESD
NSNIIENSQVFLNNKVPISQDIIIHSLRDAGHETKGQIYEILVQHLTDFDENLFEEIVKTLKGKKVTYLKPCLLCLKSLV
QMEDMDENYKDIVCEMLIDKYLRLDSDRSDGYFKLVCSILSIINNERLNEHIDDIFQNSKSIRNWDTSGDIETKHKNGAG
LINLGATCFFNSTLQQFYAIPQIRKSVIEYEGDNLILKELKELFSKLYYSERQSQSTEKLINSWVGWDGQKLNPVIQQDA
CEFLQDLLDKLEKGLGVDFVHSLFKGTTTHYTEGINEKYESQKTESFLTLTVPVKGSTNINDSFEQMSAPEFFTGQNKIE
AEGLGKIDARRYAKQTEIPQFLIMQLSRFEYNYQTWQRIKIDTPFIFPINLLVNNSKYKLCGVIVHMGTAEFGHYVSYVR
DRFTQKWTYFNDDQVSEISENDVLQTSYGSNTRSAYLLFYDKEGIEYENDIEIDEEIKTEIDEDNNQIQISSLIYSTPFY
CLMRDLMNDLTLEYFLKYFPFTKHTEKASVLGEGLIKKMATDDTIHDRLKDKFNTGEFTDGMIYSPNEKVREYTLMLIKE
IGVSEMTWAGASNFFSVMAHIHAYPQGLYPFFDLLYLCLENDEILENAREDNWPYKIHALLTKRIPDYCLEKDKNINEYY
ESIDIMPLINVLDLLSQMEDQDIINYLTSIDFVCNVLFSKTSLRKFVAILETYVEDFTDYITHAIANNAPLERITNFTFL
VQPEDTVHYLLNLVCQISISNWLATFCLLAKKRMHVDRFIDSLKDWINYLASEDGDERITAYYLIIFLCPHKMFQVNLPQ
FPLNLQIDASDVTFTPQEDKQLVDRCLSILDCIHYCSEDLFSKACEIYSDSPNSIIPLINAIMTLCHAAGDTRQSDLLKE
LLDKLRGYTHPFDTPVEMILNKLATFCNFVKVADDFVSPHLSSKDEKLAQAYAGGLAKHLLTEGISTKCALILLKMYINI
PRSSIYQSIRELFTLVCLQQPNVVRTFLNTEELHPPSMNFVLFLAKTAEVQFSALKLLSQSLSLLDAVNANKIVADCIKY
NNGDLIEEELRKIANCDYVKDEAKEAVLKLLNSEELHKEEPNLILETEEPKSPKN                         
>Tvag_XP_001329829                                                              
MKSSIDSSPGSWLEIKPIGENPEAMTKYDVDWARHLMMKNPISRPLGTLHNLGNSCFINAVLQCLVYTPGFEYFTKNMPN
LIYELNSEKACYLYHFAELCRAMHTIPESAPHMFYGQISQISPLMRSGLQQDAHEFLLSLLNKFDDECLCPSQKTQNEAT
TPIRSFFAGKMKETTTCTQCRHEHKTVSSFFDINLPLTSDSISGCLENYMMSQEVASFECEKCKNKCTATKKQQLIDLPN
VLILSLIRFQSNGKKMDDKITIDDELNLRLFNAYRRTAAYKLYGMICHEGRAIDLGHYYSLTRCGNSEWFQHNDSSITKI
DKDLNELNLCPYILFYKRHDHLERMRLTITIECKKTVRTSNRKANFNTSSDEQQLSEASDGIPIAYSGSK          
>Tvag_XP_001329202                                                              
MKPSKRNIIAVAHQAVDIIQSSQEANYLYPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSS
IFTNLNSLKSKGLVFVPHELATLLGNSTYEAQDCDDTMTRLITDLAEQIPGIGQLFRITYRDSANEQTNCYSIHTRIREP
DLDHAIQYHLSTTRNTSWPQFLTFDIQREWQNDSIHQVIFDFPKKLTLPTVERQRYQLIAIVAYCNFHYVVFLQKSAYWI
MINDEVAYSVPSTDINALKGCSTAEMPLLWYKTLEHKWLAKMLIYRMVQ                               
>Tvag_XP_001328015                                                              
MEEKEIESIESVWSIENFSNRETITEMVSMRSSRFFMFKICPNNQEKFNINVEFVDGQLPVYSEITASILSLGKNDEPLS
KKINWEVTLENNKTKIEFDLTQEELVNQVYIYNDEMLISLNVKILQKSIEKSDTQEIKNENSKEVEKGKDEYVGLVNQGS
TCYMNALIQSLFHIPLLRKTVFEKSDSENKIYSALQQILAGLQLSKLSQGTYCLTDALEMSFDDLLIQKDIHEFSDVVMT
SLGDIAKYFYDGKMVHFINCINVDEKSEKIETFMDLSLMVNGVSNIQESLKKYFETEILKNEYKSEKNGMQDVEMGMKIM
QCPKILSIHLQRFEYDQNSQRNHKIYSKFEFQDTLDLSEYCYEKQTAEYVLTQVIVHSGNPDFGHYYDFIRPNIKSDQWI
KFNDTEVTKCNSQEAIEDNFGGLPNAQSTIEKIYSAYILVYVRKDLLDQIFIDVPNEVIPPNLQKPQYSSESTFLSLIQN
SESFKQRKFIQQNQMPLGSLQIYTEDSLESDARRSRAWFESCKSFIPNFVPEKTTLKSLSETISTNIGESVDFSRLWTVK
DGFPQKYLDIETDGNKLMSEFGTFNSIFVDNDFELEEADEAKELDNILAFIYTYDPSMNDPLRLQGSQVISIKKKIGEVI
EDFIPSIRKYEIEYVIHNKNFSKASPEEQIGFLAEGKSAFIVANAVKPLSAKLFNDYKRKRPPYKTNPYVICSTRLENSV
FPDDVSKYVEEERNIVEIKCKQFDELGNTEYETIAFPSNISNDNFFDFLISTFDIQNYDDDEDVIILFPYSNPSNLIVLD
LEKTLNEQLSFDSVNEISFTVCKKSSAENYRHLAQVEYKIAELGKVIENKTIFVKNGIPIYLLINIIALEESKEIIPVIV
HKHRISSFVDENTSISDTSQPILFDQIKINRGGFLVKICFSKCDEKLRYYGNPFLIKVEKELVVSDLMAIIETNLGKKYS
PYTIKDNKFVAIDTTLQISQAINEKGAIILKDAGI                                             
>Tvag_XP_001327588                                                              
MGQSGSITIDPNKFVAWDLTKASCLGMNYFRSEVFNQEGENFAAFVNKQTSTIIVFCCSAEQWHYDEMFSFQVFIAEDFL
GTILASTTASFSKKYPFCLITVNKELPDKLYFRVILSSKYPYTRKDRYLGIRNSGSTCYMASVLQILFHTTAFRNLLYSF
KDPPDSVMSLQNLFTDLQLSSRAPSPDNFIRALGSVNELSMVQHDAHEFLVALLERLETDLGEKFVQGESQLFRGTTTRT
IECPSVDYVSTTEESFTTMPIIVDGLKSLRESLSLITAPELLSDDYDTGEKGRAQATQKLTFSQPPPILSFQLCRFKYST
KKNCIIEIKSSFDCPFDLDMSTFSSTDTKTEKNYKLYGIIAHSGNPMYGHYTSFIKTGSNNWVQFNDGSTKIVDESFVSR
LFGTSTKSQPSFFGAFTFSSAVAYMCFYVRKDCISYIQPSDFIPLHLAPHRADLYFSKFIFYKDIVGNPLQKVSSSYEWK
DENVNISEIVKNLKPNVDFKQYFAWALMPGMKDLIGPLSLDICASIFVIKGLTTTFYIVPVEYNSGPLFIIPKRGPNKCI
KLTTCEQLKNDLQDNNSVYRYKSKQIKSLDYFLNPGSIITLETQTKVFLSINDRKYIFNQNSVYSDIQKRVSLFTGINPS
SILFLNGTNPLTPQNYRFASQFPISPITYQVLKNGPTAYSISLFTPLNMICISNKFTNELLSPYWARKGTTAQELLNVSG
KLFPGCKYGDKLHLVLSIGTFECNRRILHKRECPKNENLRVDVVRHKAINSIKKYKLFLKRSLPFSVEVRFSSDKTLETF
NGVSRFITVSKNTTSRDIMKKVESLDMLNLQGDAPPEIIIFFNEKPNIRETIGIDTEIFPNIKKLISKAKSDSSRIVIAI
VSNDPFLNNRTNYLTRSLSGLLNPNNKSSQ                                                  
>Tvag_XP_001327435                                                              
MNAPKLEVTELDKFSQCIMKLVLIYSRAYCHGFPHFGKLLLILYDYDSSFYNKNGNMKYFSSSDTAKQVFTPIVSFFYEE
PIKLFESYLIQNPSFESFDFIFKLIKAFHQFNDPNLTTKFINNITPSLLSLFASLKDKNIREIDTQVLRDLFIAATNTIG
SRIEILSAAEVCLTSGIVEKQIIGAQNISKVASMPDNKLFYEWSDHFPLKDYLMDQEMHQTLFTTLIPAFNAYFKEHPMG
DDQIWTLFNKARTFHPALKEPYLDFIAKWLSDAKLAHSFLDYVKSNTCDKEISMFLIAVLNSWPDNDLKIPHSIIEFFFS



NNEPLQVFINNLEETRKSKHSDFIADLIINWINSQNSNVSIFKPILKKQIFEKKMSEILKAVFDSISSGSDNCYELFKEI
DITGNESIVYSLVNNVLGIILKENFWKVLDPISTISALSNKKELAQEWIETLSNLSMENATLDALKFCYRLSHVTMTVQN
KTSFDMKSVKPMLKMIEESNEEVANEAIKDICYELLRPPESHFEEIYDYILEDITDRKLLLLDSLIKYNSIASYQPMFRK
HGRIRQNTRTFIVDKTKIDVEDTDNCEFIISKYAKIHKKVIMMYHGSERVESLDPCSAYPDGTEFTVMKAKDIQMKPQKD
SINYLISKGICEILLSVLEDNPIAYSILLRLPTMEFLSEENPSENQENLTENLSDLTENVTVLTQNLMNSSGYYLRYFLH
AAVDHPSKANSKAIIDAINEERITGFGIIEAALALSKMDYFEHETNKSLLMHLLKALNDFKDKDEMIIDVITKAIKAFPD
TANSEMFRTLNQNRPDIVYSLVPALKEIQDKDEFANYLTENAKNENDIRLLIAIVDKSCDYKKLFRLVEKFAESIPLSLD
LLNSAITLNENIPKEDLENIVNILLNLIPERKATNILLEIIKKQNDFMSQVTAKIKTMVDIKVDQWNYSITEMTKSTKIG
LKNLGATCYMNSVLQVLFANEEFRNLIQQENDEDKKWLKALKEIFLRMEYTKLPFVDTSEFLSNWCFYGSEPTNPREQQD
ANEFLMLLLDRLPLAGKLYQGVTVTYMDAENQRVNEKEDNFYFIPLEVNKIHTMNDGFKVFLEHEFCTGYFVQKLNRKVD
IDRYSRIRKCPKYLAIQLKRFDYNLNTFQRIKVEGNFIVPDSLDIAEISDNNQSLKYDLQGVVVHKGNAQSGHYTAMTLN
GNDIFEYNDTFVSKISRKEYETNCYGSQSKSMSLYDFEDHKPSAYLLFYKLHETDEKIEINPVPTELITKIQKENEDFEK
KQNGFSPNIMKLVSFLNDKELNEIYFFNVFCHSKPDSFETEAKTQFIDNLSFDVDKRRDDLIKIIGECSNEFIIDSTKKI
CSKFMTKEFALFLLEKIESVYKNWRCLEVIISLITKISETDIDWFISNEIPQKLIMVLIKIVEESTNSVFLQNANFSDIL
KFINEHNECITKEIIDVIFKNGFKLLQSTRNDTLFIEIVKKGETKNLCKFEEFISEIISKSNNSRSSSFELLFCSLVLSC
ESSEEFEKYANIFIDSPKVVNESIVESLTQLIQEKSDTKKKIVNFGYNILYKLATSDDNEIRGKTEQFFVKLFKSVSALD
INYSESLLTSESEVKLLWNDKGSNKNLADDEKEFMLFLLEKYFEKLKSGFRDLLTGRNANCRLLTILRVSLLMVLRSQFI
PQGFFDLLIEMILTIYEMKVKSDVNTLEIIRCFFVCNFETGQKYSGKFLEIVNAMFSLEANDLIKQARLTMILFYLSNLM
TKENLLEFTKLPYIQEAFSTAFSVGFQSLSALTFLAVKNNDFKEIISTEIFRKYEKVSERGSRFTKLSEAIDANDVSTSM
RNYTMDLMKQIDQGDPSQLILKMSDFNEHVIKRTLPKQKAEFELSSDDEGIDELLYGKNDTFSENTKFSAKPSFRKMAEK
LLHKDKEIKKVTVSEKVVDDLPIQKVTNIDLGKVTHISTQKVTENLTNENKEKESLEKFLGLDYEMVYQVLQVFNKYKET
IKTVYIPEFSQMIVNLCECSEINKQILGNLRELCSQTTSKEQMRVLIPLAFISCFSLTMEDRQEIGGMIMENSLETASEL
TCSEHVDIGKAVVKIVETDGYENHCGWGPTFLSAVIPHSFYWEGQHHLISLVLSQTDVNDLTIVILSALDNVESDSKKVQ
IVKMMVRYIPSRKDEIISCAKSIYEDLDFNSIENSEQKIVVID                                     
>Tvag_XP_001327289                                                              
MKAQSFFKQFRDKKSRLIDIPAETKGRKVCLVDYDWYKSLEKWLNEKTPQPPGKINNKGLLLGDTLNPRMQRKIDYEIIE
EDMWLLVTQVFGNTQKIERYYVIEPESKKPYVILDYVNLHIKVDNLREVKKMSDKKWKVGPIIKQLCETLKINYNDYKIM
TPDQSETINPDTKIQQIDEKYKGIIQIVRKNQPKNINLQNFEQVAEPAKKQEITKYEITKPPEIIQKSSFNNTTQQISTP
KPEPVVEKPIDDIPLTKYSISAVGFVNLGNTCYFNASLQCLFHIQRLTDIILSPSFLSRINTTNKKGSGGRVAMAYRSTL
MSLCNAKDYSVLTPTDIRAAFTSRFRKYANNNEHDAQEAMLDMLDALHEDTNEHAGLEIPKNLTDHWQIHLSQNNSPIVD
LFHGELVSSIHCPSCGKDESVHEPFTFLSVPIRSQIFSSVSLEECINEFAERDVLDASNKWECPFCKEHVEAVKELAVFR
CPSILLIQLKRFNPVTKAAITTNITYPDTLDMRGFVKGPDPGNFKLIGAVFYHKSVFMEHYTSACLSMANNKWYSFDDNI
VKEIDQTSAHQGNAYILIYQKRE                                                         
>Tvag_XP_001326724                                                              
MLDPEDNFDSWLALVRDLIDDPDQFEPFYPGFLRLFDCISKTGFLPEEITQEPDIFVKNQFLLTKLLYIEKPSSRQQKLI
QKFFTLLLKLSLIGFGYGEQALMSLATTIITITEWPLYNSGRRHLYQQLCSAFIGLGAPNILIEYMCNRCQNFKLFNESL
AIYSTIAKFDDNFNFDNVVVRITHSIQKILDLTWNSNGYMELPKALEHFRAILPETKGDADYLLDQLTPILEKFIVQNSF
DQRRIFLVVLQQLINDKYLAEPTAFFVKGHPDILKNFQFHTQFGEALGDILTGVAKYGLLEKEIIRKVWSLHSSRYDTEV
EPFIKMFVKMAETAKDDTLSEVVGCILSSDNSNKVWFNTVDKLITKVGERPNLTNEVTQIKNTLWTIAFDSNHPCRKNGR
ESLLNIIGNKPDMATFKAIMTEEQRTDIDSETRIYCYQLMRDIIEFKLKVPPEVFKVVVGRCIEAIFNSRPIPDEFFAFL
TNTYKSLRLNFETEFLQQIIRLRKTSDKIYPFINSLCDNDLIETEVMNELIDGIPLSEFDYGFYSFIDHFMGLLNFNQND
VITKLPLQNEELLWRFSLEESPMREKFVDLLCNMYDSNDGNELTDEMMIAEFIKHWSVLECEDTKKLNLLISFISCIEDK
IDTEVPPRFPDKFIVKLTCTSTEPEFTVNLDVGSESTIGCVCEKVAKQRDVKVSTILAFSKGNELNRSTKLKDLDSFGDN
MSLEIKYRTSKKGKRSHKRNCWPSLYLKQTEYPSQFYLRLKTNGESIIYDILSRLQTVEPSHEILKPMLEGINCQTGAFD
ENNTYFFLYNLTTFVNYFLDENTKQKATDCTRKFFVDNYFCLIFGNIRKNFLDKSNFRDILFELMRFFRYYQPINEQVFK
NMFFELLELGNDIDEKVTLSKMESKIMFNHINQTIEYQFQTKKRILQLDNASKHIFNMLLLPDQRKRNLAKNAFEAISFP
LDLFNENLINYMSIITDEFIACLSDHLTDQPNPVTSLHLAEIFFQMIEQNQNNLNMILKTIDKMLMFNLYPEELKPKLTH
FLINRFFTYDNDFIRNESFHSAVNCLTKLTDIKENGVNLLHQSLLSHFDGLKPFSSYSSRNDACLISSANRVGLTNLGAT
CYMNSTLQQIFAIPALRQIIINYKGSDDVLRELSYLFTRLQYSTCKTESAFELTKYYKWWGQPLNLREQQDAVEFIDSLV
TNHLMEDKEIGKSVRDICQGQMRYHVDGMDVDYHDTTSTQDYTCLEVEITPETTKLSDCIEKLTRPNYFTDQTSKYNTET
IGAINAIRRCFIDKAPPILIVHVKRFDYDHIKQQRIKINTHLEVPLELDISPAAEQDKQYSKYKLNGVVVHRGINALGGH
YVSYVQRNEDEMWTLFNDEDVSVVSKDVMFNETNGSDTSVGYILFYVLPEMMEEKTFEPDEKVKSEVDSKNAENRLKTLY
FNDNYYDMMMCLSKMTSNDFDDILMSFSVKMLPFSPFCSKCSDFMTYLLPKITPSFVDLLDEDYFKVCTFECPHDSFRKG
FCNLLTKSLTDENVDKVFNLSFKLVDILLSDSNHMDDTFHVLHSVLMSSQKSYDSYINQIRDRVSQFLIEDISNYLAANS
QMKRQYFFSGLNMSYALKLCATFDAVPSDLMKESFLVDIATSTASQPEAIAEYVKKFFSEDMFLNFIRQHGRIFRPHRLF
TLLTTACPEKCMQTFMTMQIQAIKADDLETDRSTAIAICAATEQCTKDAIINHREQWIDRFLFSDNVNVRTNAVAIISHI
IGDESLKILSSIYINQEMYIQQPPFKQNDDKEQIHILSNLFCQTLLDLVPQLLKQLRVDVKTKKAQMLENKPIRANEFVE
LLVELLPLTNTKLPVETISCLLNPINHLSIQCTAAANIIQIFLRCKIIISNEEIIECVKGAKLGAKKSRSVCEFLEYFIP
YTYLLPTIPEEVVSYYLQQILFAKPKNIHKIYKMVDELIVYLCKKSPCNSQVLAYIDTKLKVSCQQNLPNVCIALSSLGE
KRDIYQYFIDAVDENDVTRTTDEIIDLVLAGHIKNMRRQTLQDALTREREDDK                           
>Tvag_XP_001326665                                                              
MFYSTIYCPECRRENVVYDPFTFLSVPVKICFFSQVTLTDYLKSFIQQDNLDENNKWYCENCKQKVRATKTMGIERCSKF



LIIHFKRFEYDGVEPRKIVTNVQYPDELDLSDFCKNDRGKLKLISVIFHLGNASSGHYTCASREEGTDKWFYYNDSLVNP
IDQAKAHSEDAYILIYQKI                                                             
>Tvag_XP_001326428                                                              
MENRVQEAIEKASQLIITRDYSSASNILYTELLKKENSHQDSVKLMHYYILTYFFTCKDIQRFYQQFVDSNKNLEGFTSI
MNDLVQEIIAQLNDFHKKIRYRLTTDFYLQTGACAAFIEKLNTDENIAFETIDTMFYIYEQGSNIIKPTDYAAFHSAAFI
RIQKQINKLDEKTIRIVNEKNIKTELSILRKSASRSFRKEIDKFETNISLRYIKSEYLSKQFRGLMYISNLHKLHKDLIE
KIQQDNIINFLIAHMHHNLVEPFAHLLSRLWYYGHYTTNQLNSFWELTFQQHHSEIGNFFAQWPRLYESIPQDRIGEFWQ
LITNTKQYPPASYRFLIRISYNCPEFVRKSLLETLWETRDYKVVYAFLPKTKAEKYSYFYKALDIRSINERFSLQVLNHL
WESGISSYDEIVNISWNPANYDLLLRLLTNITKNTNYFSHQQFEATKKILVDTNPTTLKNFLSEIRFLLSQEAQSNLLTW
ACDHGLNSDVVIWIYKNFPSSNSDSLWKLIFDHKRNEISSFVVDNALEIESNEAIMSIINKCSTKVGNIGSLVTLGYLIR
KVEDSIDFETLNIRRNLFTPPESLFIVNITGAITKTVKISPSITVATFKKYCSNLINSVDAIVLFENIAISPNHQFANEQ
KFAVYRKTTTPARQWLHDELPSVIIRRSSVFGQLFQLMNTTNSEIAVNALQLLNLMDTSQSDIENFQNSIICGDFSGLLD
ITHPLLLQYRLHHLAKLISENNKNFVDNAALPATKSLLNILLNESVRNEQYVGMLIRCISMLMNFEKTKEVFIEIGAERG
INSLSNWILDNLRSHQIQQMYLSISLFTFFNKFVSIDPTPLTKLKDLDELFSLAMFESNMRVASFSHIAFSKLPLENLEN
LVVKNISKSAHNCSREFFILLKQIADNTQNPSKLFSILFKTLKDNLLIPKDIHLREEIPEDITGELSKPLTDKEETDLKL
SVRDLTGNLADSHFVNGIIDSLSILLPKVETDEDGILEQCLEFLVSNILLNTRRYIEKPYLLTQLVLDLTKRTHSHILLQ
YLTQFLSIYNTDYVANNNYSYLCEMNGPRGIINLGCICYLNSAMQIFFRIKDAKEAILGYCSNDESIDKDDFSQFQLFIC
QLCYLPCAAVDPSIFVKTWKGFGKKLINTIEQQDSSEFLQSLLDKIDEKVQKKENTSQSVRGTILHVMKGIGNKFQSESR
DEFTLLTLEVKNNKNFEDAFKTFLQPDIIQGYNTETELGNIDIERYHYLEKAPDVLLVQLKRFEFDLMTGDRKKLNTYFE
FPLVADFSPIMQCPQDSKYSLCGIIVHSGSSAGGHYFTYTREGERWLCFNDSHVQEILMKPEEMIKTMFGGNTTHEIYDP
DYNSMKTETCEKTTSAYVLFYKKINESNEAKTQNEREPIELMPKRMVKYFVESVSQMIVHETMANNEVVSLITSLTQIEE
SSDFIFDYFFKVTNCSDEIRKSIVASASKQEFANFILKKVDFLIDILLKNKNEALRQSTIELANTAMMAANKEISKNFID
VILSKLDTFYDYWRNLDDIFAPILFYEKHIELCDISNYLLDFVLKVDEKIPKTELSEFVRTVKLSRLFECINYILEKTKS
YSTYRQKIVSKNLMDRWFTSDQNAFNFSMLVMSLIKDSTEMNNEYFSYLNSQKDQIQPNVVAAHFATACSFSDSLQKNRL
QWFYSFIRSKNWNANSVAVFLNETAVRLSHSTVCSLVFSPEIWLEKWLLNNEQIVRNSCENLLYSLVPKCQRINKNVKNL
PSEKIPISDIEKLAFSTLFESLKAMFPQMLNQSLQGSGFLLYKKPSDSYISCMTFFDSLSWVVYYGSFQDRVKKEFGGLI
AKSAIVLSQLKYNQNCGIISLCHFLYLFEFKFDSNLSQIFINCLSNMVLESEFVNFLSAELLPLLSNSDETSSALLESKL
FRHCVFYSLQTSDHFYSDAAISVQHVIESFPLNLSENVAAKIWTMENVKVLFSSKIFVEISRYLVNLVDDGLDGFIKSNM
LYLVTSHLSLLLSKSDWQSSFLYSDLFYLFTKRFIDLRKGKTSYFIFNRLSFFIEFCKTSQDLVKTQLKSCLDVTIPQDL
SLQLIETVKLMITCDASVIEYLLSPCLSCISNGGWKRLNLESSVRIANLLCQVSKMSPASNIQAKVISTMVNCNFYNTQC
SSIILRGNGGFSNENCITLFTLFDGIMRSDENRSSFVCEFLNLMCEVSKSVNKTSTLDIWVSVLFSDVKLGAVSPNLVAK
VVNAMLKFETLSQAKTKREITDEQLREFPEKVAKALKYLSHS                                      
>Tvag_XP_001325797                                                              
MKNGFRGERTSLPLIISGFVGLTNYNIDGSPLNDNEELLLFEDFTPTKVLPSSDTVAAVVAPSMKPSKRNIIAVAHQAVD
IIQSSQEANYLYPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSSIFTNLISLKSKGLVFVP
HELATLLGNSTYEAQDCDDTMTRLITDLAEQIPGIGQLFRITYRDSANEQTNCYSIHTRIGEPDLDHAIQYHLSTTRNTS
WPQFLTFDIQREWQNDSIHQVIFDFPKKLTLPTVKRQRYQLIAIVAYCNFHYVVFLQKSAYWIMINDEVAYSVPSTDINA
LKGCSTAEMPPLWYKTLEHKWLAKMLIYRMVQ                                                
>Tvag_XP_001325220                                                              
MTERKARYEKNPITGNETAKITWNILNALNQKDNLIQSIFRAENIRFDVNFTVENSNTPFKILITILDLNEVKTVHYNVF
VHYCVKKAIKQEGKIDLSPTSNTFTVSFNIKKSDLHDPSKGFIVDNILKVSFSLEFSKTIPTPVSQSQPNLLYFADEKNR
LREQKKVTGFVGFKSAFLLCYVNTDLQFLFHLSKFKKLLFDIPPTKNPPSGVIFTTQRLFYKLMYKSTACSTTELLTLPE
FKTYKDYQSQQNDAQEFLADYINLIENEVKDTQFKGQFNSLFEGKIKKTITCPEINYQTEREEILSELLLPVEGFADIYD
SLNQFSDKNTIPDYVPSVEGAKPQKAIIKHVISKLPDIILVHLARTTYDRTTFQQKKITSKYEFYQDLDMSQYTTETKDT
EYEAFAVVVHRGTKMDDGHYYVFVRSPGHYDWVKFDDYNVSISNKQEAIDGNYGNINYCAYLVLYARKSKISELFFDYNI
ADIPKDLLTIMNEMKEKEHLEKMSKTLNCKIITPDSISRSISETGNIITKYEEDFDVKISTNQKEFIQIITEKQKCPNNS
IVFNCSDRGIPQTIIRPDPYIKISDRDHNFRVFISDIDQFETGISIIPVIIKVFFKNQLPPLQYLTLIPYNCDESKTVAH
NFKQILKILNLPEDCEYKVYKENNNTTVEEIDKLNNLKVATAGSCENVLIFEPSKPLEPFGKYIDLCQKQLVPKKCSPNA
IKVTSEIDTSSVEKFFTTYVTLSDLTVSDMFGVTKNLFIPLQYTVEETKQILAKLYEYNYNPLENSIAIYNASTNTPIDI
KTQNSTVVMRLATLVRFISSNRINIEFINTINENNLENSIKVTLYCFNGEMCLRSLCLPISVATDVVNLFQRIYNLKIYN
ENQLLVAYRVINSKTTELMKLNEYILHNGLVIKLDVINQTQIKENQKVVSIRFGRKDKRESGEENFLCPFNFILNKDEKY
ETTCLRIFYSIKVLIPPRSDMLIYIEGPDISTKKKLVDRKDIILYDLIQEQQNLYVVFQNSSLVDANYPLQTSVSMSVL 
>Tvag_XP_001324464                                                              
MSGIVSLKQSYLSKIINKTTNRMFPIFIAEFIPKQYSPCDKEFDNFPTCVAAVDSSTIPFTVPLDLAKRKSSWDAKNHCN
GMKVQVLVNPLGQVIHMNTSFLASVHDKKVFDLSGASDFLHVQRGVESVALGLLADRGYIGIQKYHPTAVIMQRGDDEEV
TKRNNAIAHDRQIVERRFARDKSNWSVLAIGYRGEKGNLPLIVQGLFALDNYHIDSTPLSEKDNCDFPCTPKDEKEAAAT
PEPNGSGSPMPKPRCVPKDLYLQTPETPMKIPSPLAGYEKIDKILVKRTQNAIYNIETKMSILGLHNEGATCHVNAVLQV
LFYVNTFRKDVMEHLGDVEYTPVKALAEIYDQMLHYRHKEYTISCSQFITTLGKQYFQQQDADDTFQKIVHDVTESANKP
DIAVTFQYQTETPDESFYSVSLHIPLGAAGIDQGIKQMCTDDSHINEISTFLWVDVQRNWSDPNVFFDKFEIKKNYKAQL
SDGTYVFKIHSIIAYHQGHFVAFVNKGRVWFMLDDEITYIVPDGLIKGLQGGDVGSDLWSYLGGVKWLAKCVIYRKHKFY
GAGDDDD                                                                         
>Tvag_XP_001324162                                                              



MFKYMIFREAFTLKKVFENILNKENKIYLQDDSGYRLVVQKFIESDVLQECIERLKLPPPPSMQHLESIADMMFRMKPYL
TAELFGELLNSFLGYVRNYTFPASFKDTSVFFPLLSYLDNSGPAISAALNAVKNIMKSSFYDGIRLYELLIDFTKKEVFI
EYIKTNELHKYYMAGRFNIKDVPKTFNYFVQANVLTSQDLEKIFEYNDIFYLATSLYDRAREVLHMLPQQKVVDLLQYPT
NFSQELVETTTQYPSELLTGNIRVHPSIENQFYELIQKRIIQNKEFVLLDTLLKCHCNYFTHEFRDLIYRQYKTNEVLKN
FLIAYFETTESEMPSEFITAFMDANLFSYLDKFLLRTQLNAFSNAGFKFVNTCIQMVKYPTAPKDQIKFIVDFIYYYAMK
QGEISPDFVIETFPISNMNILVHAYQVTPPEIAQIPHDALINIMKSKNAAAYDFLFYYLNQANKPFLKLKILELFRDLTV
ELEQNMVLNEYNVYRFIDQYPNLSVLVRFPNGFVLQLAANADSSLNLIAKKVYNLTGLTVTCFIHDQRKIQPNSKTISEL
KIQNHGTINIECTGTYQQPFIPSVYISQKDLQTIIFQISTTPDFNELSWELLAMMPLSQKITPEMILPTLKDEITLPYVR
YLLKCALNMGVHVVIVATKYMLDPYLTNECLDCIMAYPADFDQKNFTLFYKIIDNERTPYVINAVAKLHPDLANAELSEV
VCNSLQSEKQWHSMKVIALSFPSFSDDIVQQASMILSEDYSESAKEAISLLWQDCTVPTLLTACKSLNKYDRKDCISIIC
QILVSGRITANDADYFVGEFIKCGVATLQDFYFISACKVAEYHGSPTFNAFLQSISEYRVVEWNYDPKVVKKAKVATGLR
NLGATCYLNAVIQQLLHLPMLFAEINELQPSSLWIDHLQELMREMKLTNKQFSDPSKIIEEFNGFGTKLNPHEQQDASEF
LLSLLNALPIKKHFECKIIDDDKGDDFLILPLSLEKDTLDLNDYIITQWPNILCLQLSRFDFSKSNGERYKINKAFTFPL
EIDFGKKKYKLNGVINHKGTPDSGHYISFVRKDDQWILINDTESSIVPEDQFLQEVYGHKSQDESAYLIFYVQEGFNDRE
THIPSDIVEVIEANNHSHAQKLLAFEDFCFEVMPKASYGTLIAYFANIYIHSRKAESATIFRTALFNKLGAEKTAIFTLN
YFLNNVEHAFANIVSQDISKLLMDIIIVCFNLAGASNSLDFATSLLRTFAETASQWRQANYMLPIFDSFLKLNGSIQLAQ
ERNWGTLLAEVCASALSPDRSPTFLENCDISPLLVFLNATATSSTDAHCLRNISQTISHSPKSVPHFYHSIEHLCGINAV
PLAEGCAYFIDGHTIDRKQSLVYSRIVHCQTRQDLEMLYNEAAGIEVSRFAIINQLMKYSASPNIHQTIFAKFSILCVGG
LFSDDADERAAAKALTECMASQQTVQMMNEILMSTQNPTVDFMRALIICTKKVVDPNSPLPMILEPLMNLLTIDNLRTHK
EHLLLLLCYSDERIDSAFYNITKSILELDRQSFPYIASILQFIHPRVVGALFMLEGWRECARTLKDPSQFIDFLRGTNFL
RALQIAAAVALERRDTQRLTLLAQYLTTDADIQDAAIVAIQANQWSVITQLANSLKNFRIPPQIAASIALQDSHAMALYC
EMRDKAAIIQELKNMDDIGGAASAAIAEIDPLEGLAILNRTKEPGTTRILDVLSTKNIPASSAEIALKIFIQPMDLARRN
FCLRVLKIPGVDASKFAQKVQFNQLDDIVRVGILLESNPKLVEALAPYIANLMKMEWYNLAPLVYANDKRTIESAMMSLY
MKTNANMADALFIQK                                                                 
>Tvag_XP_001323902                                                              
MNRVFTWELTSDDNSTYWEDNNHDLSLCLTYSRENGKKFVIDIEFIAGNPKNIYIEGRLYMQVPNNQYLEIGRLLPLFYN
CKYPEHKEISTDKMLMFNPTNKYLFKYYITETRHPVPKGLENKHNLCYFNAAIQPLVNIPIFRKFIFDIPIGDRSLADNV
VLSQLQRLFGLMQISPFQTHNINDLAASFGWGQDFKNYRADSIEFLDYFFDRLKILLLKYPESNRKFYDLINTVYSNDTQ
CIFQPIIRTTLKGKTLAESVQGFFNEENNTRRIEKLPMIFFVQLVYDDSLVRTFSYSTILDLKPYCSNQDQVAKYKLIGF
IVYKAPHYQAIVVNESGPFNRWFNLSDEYVREIEKQTIINYNTPESGYVRLFIFARTSNYKEIMTEIPDSAVPKAIHDEK
NMSISSYYFKNHKSFGYYTNEDLIEVCKSGSCKISEKFIHRVEVPEESNEYLKYLKEDLQKRGLDIDQDEISCWMTDRTN
HLPLYKIISMVDYNQQVVFVIPNKSEPILQDETKTNRILFFILYSAITNDYKYMGFEFFHESSTLSDIRSRVSTLLNGCN
TYRLFYKNNSYLEELLPESEQMVKDFVSKSFFYVQIYSDEERSASPIKSQPELDFIKIDDLCPCILSSVSMMKSAITINF
VDFYGHTVPLAIPRTFTFQKLRKYVPKAFNSLISQNNEEKEDDEEKSVVTIDFMFKDPRIMRPCGLIIPPNYEVTHFPQN
STVFFSKQRLMQKHFLFIIEIVKDPFNPIFRRIQIMSGTDIGTIVNKFQEEEPGLVPDHRFYLLRKWNNTFSINTEKSKI
RTEMTAIGKSSVLEIISLSHTPNEDEIVLRCFVCFYGLDGITTIPSSEPFCVIVNKTDGNSEIKTKISEHLQVKKDWEFK
VALFEDGTILRVDDLAISLKNPQQYFIALRDPDAVYDNKPISYHMTYDCLKIYN                          
>Tvag_XP_001323876                                                              
MSKQLFTLESSVIELKGWNDIGTYWNHEIDCSESEKFEFTIQKDQNMLKFQTKAPIIQNFPSITYEIVFLNKFPNANVIK
RVSKSPLTTIVENYSVQLDFDLKSGFEENNIVKICIKVIGSSNELSSNSSPIKPKNKIKMDNERHIFPKIPIRTEILTEK
SQNESDDENFDVSQNQLILTQIPNNKINKYQENGIVNQGATCYLNTIIQVLYHIPLFRKIVYSSNSQNNILISFQNLFAS
LQLFDGKPAQTKELTTAFGWSYKDTLTQQDAHEFFLSLFQFLPEELQKVFKSLFQGVQKHYIRCTNVPHSSEFDTDLMNI
SLDIDKSNNIEECLEMMLKSEFLTGANQYFAGEYGKQDAHIGIEFEELPKVLCFHLKRFEFDESKGNEKKSSQNQQKV  
>Tvag_XP_001323390                                                              
MTDSQENPPPEGTSQSDIDALIESCINNITKQKIASALDDIKKANEIANNNPELLPKILAKHVLAFHLNETSNSKFFKEF
KQQYDKVQNFDDVFKNALPIMFDDLQPIYSKILRFIKPNFFSDVGIFPFINQKMAGNDEISYNTVELIISIFGATKSNLS
RSIKSDFASAALNRMISFAESHFNEKLREIDENKMRSDIDTIKDFLSSSDNKKLQQFEKTLTFKFATSGILSKKFDALQR
FNQNKSFSKDLVAEINSAGIVSNMMYQMHHDLAAPFVKFLLKLWDAGAYDVKVLSDFWQISIDSLQSVISKFFAVWPQIF
NNLPRGKANDFWDIVLSSKSYPEACLAFLEKIASKADDNTRSKMVDSLWNASSNDRLTYVNCLTSYVQGSNNSVKKMVDL
CFSLISENKDVTFALKMLTKIWTSKVSDNVQKDLDLVLEKTNLEQGIISPFVSCVVTFCKSLNDPFTEKELEMIKRQLKF
IYEQNLDAFIAFFKSIVPQQKGKIIPKNNVGDILNWMSKLPEIENKAFQIVTFIFETANGIESNDLSSLDLIGMDAMWEI
FFRAKHHSVSDYMVDLVIRCTKSDSVVTFVNKCVSKGFGKSTMLALTHLIRKIEDGIDRESLGIKRNLYNQFTRRTAKKD
DSTKFKKEELPSQILKTPDNAKKLFEILDSDDKELAASALSLLNLMETHSMELSIWKEEKIDWSVVFSMEKPFRLFYRLN
TFGNILAENSKSFIVKIFNTGGYKKLMEIMQNGGHQFFSDEKYLMLFLSIVTSLILRCATVEETENLKKEVYKTVGIENL
TNNICQWILELNDHKSFKIIPSMLAVLRDIVQGESDNFLKNEKFSNFFRTMMLSKEENISKGMANIMLDIPAEKIEPIVI
NEINLSKHGNCTYYYNVLEKVTRTTSNIDGIWKILVETLFNGLFTKSNKKYDFTNLKQEDFEDPGKEYTGNDENILKLRN
LHRRKFTNSELLKGLEDTISVVADISFIYGIYNCLFRLSKRFDDKEKVPLAKDLINFSLDRVCLNPFRYVPSPPSLFDLI
VVLIKKDKKYLTSTLEKVNKMIVSYDISKEKQRYLNRLCENVNVRGLNNMGCTCYLNSSLQQIFRISEVRNEVMKYLPKD
EIDTDWLCQLQLLFAKLLYFPQEAIDASSFVKNFKILKKPINPMEQMDAQEFIACLLDKIDESLEEKPVTKYVTGHIQHD
TISTMANKPWHGSTIEKFTTLTFDILEQKDVEDSLKTFMIPDVFSGDNGYRTDDIGVIDAERYHSICKSPKYLIIQLKRF
EFDFQTLTKKKINSKYKFPLKMDISPLLTESKESLDTHLYYNLQGIIIHSGSANGGHYYSFCKKNNLISEDQKDSVDQKD
SVDDDLSDSDDSESDEDWIECNDSTIHDITQQFALENSYGGTSSVSKNERCDSAYMLVYKLSDSTETEDETEPICLMPAV



MVDNFIQQNMSTVLRNIIFTDSFMKFTNDLVQFNTLNSDILLYNLLDKCSSSWSGERYLQGMSNFLCQRINNSPEFAKYA
MKRVIEIHLFMSLVSQNVNTRYTSANVASSVINTLKKEAKPVVDEILRRFETVFEYWKNFDQFFLPLLTYVNMEIDDYDE
IIEKTYKLLDVTFHEKFQPKDMESVLNEINLSCLFKILKISITKGKKLEKYEEKILKNERFMNTWFSCQNSVFDFANLVC
LFMKDNKEQTQNYFEIINKSKDKIQTISLASHIANALSFEDSLTNERVDFFFKLLDDKNFDSLTLTQIYRIINMRLNQNR
GCALKSLMRVRAKWLDENLKSMDTRLRQNIVVLVKNLFTSVPIWQQKDQNAYVYYPPDNTTSNPNDEEKSYLEQLFDSLS
DLTPKMEPFYKQTAKNMTHDRVFTCQSTEFYDLFGWVVYSGNLQKKVNEKRDSFLNSIKVLMKLDLRSNAMDIVRFISII
SKENKEFFTPKFFEKLISLLDKLPEPSIDYVSILTRELFPTIIPFSAENYNVILKSKMFSESLEYCLSGKYGNSQNVTSL
VEELLKEEKTIEPLSKMIFNGTIFKYHFKAKSTKFIQIAKLLFLKGTIPVEYFYKEKLHELVFTDLSYNVSDMKKSHKAN
QDFYFYVDILTAFNRAFSSFRPSKSVFNDPEEKLSNFYISQKDTFFIMSNEIQGSTATAKLAETVLDLFVSIFLTNKKLY
KPALSLFDSQSYNRLPRDVLQVFTEFRTNLFLLVAVESSPKESCIMIAKDMKEMNTNNLTTNIVSFYGKLVYDLLTRYPK
DVKDLYGPATDFFNTFLMNTNDLLGFEGSIGRSALKCAVSSGRNGDITNWISTCLKLVVPVIEDISYNEIDNLSLKTRQI
SASKSFIAECYKSLGVENPKISNVSKEIAQKALNAVKGKSEDSSVLISALDYFITVFN                      
>Tvag_XP_001321588                                                              
MSDSRQSFLQWKNNFLNNYIEFVKNDSNINNLISLFQEIKDSGKIRDSFGKDTKTFIETFIFPLINIILNTRYEQYTNFP
QIINLLESISNFYAFLFKSSYDKFLTDALVLYTYTQAPVYTTSNTTGQNYSELYARVLKPISVPEFCEVIKVVIAQNVTY
EKINLILNIENLLKTTGIYHVYINEVLKYLLPALITKTGNSQNILLDTPDFRIIDEIYTKLCDFATEDDQKGQILLSCVN
INVLFIKSTNPEEQLRGFNMIMRVTKQISQNNIQYVSDSVDRTGVIGELCANCHPDVIVTFAQFIEMIAPVYRIPIEKCN
KLWAQTVNAPLNVMFKYVQAWKIIVNIYQQSIRNYLFDAISNGKKYPYPIINFLIKISATATENNKKTLFDDILAASFSC
LPEQEEIYFQLVVAYLPKDQEMRRGVQRQVADQIKQTKNVDLGMRILTELLGSANDEVLHAIISSVIPFLQVKHLPFFSR
ILNALKGKVTDEEFTQFSDVMEIIAKSDMYNLEQFFMSFNATTSNPFQSLHKVSIIRSLCNFGHRLPNTNLVHQLYSGLL
INDRPMFLDIIWESYFKSNSPSFMKYLVDLHSEAPESIQGFVEKCFTNIENVASLNILLKLIHEVEDGVDRKAMKYIPLN
EYLPDDEMSFVDLILSENTYRIIVPISLSLYAFKLRVSSLVQLNPYSFTLISQKGNASVENFSLKEDKIFEIKVYNVMDY
KPFIPKYFPSQIINQEKYTSQLYNVLCKDDNEQSPVSLKILNLLPTLESQNNLLRNANTPQSWASFFSSKIRNLMIYRLN
TIGSIISGNHEEWIDYFFKTGGVQVLLGIVIFMSKKLFSNDEIGLSQFSYLLNVVKLIVNTKKWEDYKKEMWSAFDNNAL
SNLIQICLSNLTNDKIISPLMTIVRNFDIEQMKQIQSFIDLFNSTIFHPNKTVRNEISNLISTLPPPTQARLLMPLLSFT
VNKPSDAFFERLTPITEVVENPQPLWDPCISILKEYYQSTIQDRRNVKPEFAQRVFVILDKLSNKFEKVPNANELFTFLV
DSVLFNGFNFYEPSSEVISLIIKLFRQNNELIVTISNKIEEIEKIVMEIPKEKPFMKPTTTPENCYIVNVNNRCDFLSSI
LQLLKNIPQFVNLFLSREYTDKALKDLQLILGQLSFTPLQFVNPIQFCLDWKSDDGFDILSGSLNDAPEFYRRLVRSILS
VDVGLTPVLRGEIRRKLSCEEETEFTDRFYSLLPVSISNTDDMEIAIKNYLSEKTVSTDKFGGNVKPAIQVDKISKPSKL
LVVQLQRFTKNDQGFKEKNNKEVKFPLKIDISKYMEGNNSNNNNSVDLLGLSNNSNNSVDLLGLGNSNSNSDTVYELRGV
LAHKGYQFEGHYISYVKKYEDNKWYIYDDSNVFEISEERMIKDCTGGNDICNGYGNLTHVVNYFPCQKEISGYMFFYSQV
NWQNENLSMSETVKNELIKSTKENIYKDICSSSEYSRLILSCSDVDIDGKFLYKSIESLCNNENVTESKISPLIDRFVQL
IYSRPELANSIIENVDQIDKYVLNGITAVARKSFATIFIQSLERSSPEKRKHFEQNILQRIPNLSPYFKVFDDFWRIISK
IVSIDFDIGENIFKTILDFVCLTLPSFATNYSRESVISIVNVDTIFEILSSINISNENKQSFSHEVINKQFIDIYIKPRN
HSKSFCKFISSFIGSDKNLAILLTNVFYSDMNITALTCSSYLVLSLFIDKSISKSFCSSIVSAIELKGSNSKIEIISEII
ERIRYYKEDFSDSFINLSQMILQTFIMCKSENVRSLVESLLGTVFPFIFSKDELSDLERQHLTDLFLSLHSMLPDITTTF
RKLRESYYYREIKREQFNSYSPCVHYFNLIKLIVVRGHMNTAMFECGNSFIDTLSVITQERIVPNYSLESEFDLLQSSIV
DGTEFFSKNSFTKFIRCFPIVKGHFNDQQILQLLRIVPNTTRGTEKIANSDCFKSICKDFMSNEVRTFVEQRLTVDNAKL
FAKGMWNIDVIESQIKRKNADYFILSWELLSKDPNTSSIFYSKENICSFYSGVNKVDNPNMRPVMKLFAAFNHAYYQVNK
GKKRLGFDKVNIVLDCYFKTAKVNTKQLINCMQIYYPDNFASGGIPDFLRSLCIMSNDIRNHIFNEVIGLDKPLFDVYIP
DECIFIARFLVELCSPEYGNSGPSQVLLARELGSLAKVQYPVGEALEIMAQRYWRTETDTGEGNDDMIKFACDMLVRNCS
CVESISGTCRILEVKYSKSLGEDKVKTWLDKVYKQASICIARALVVDSNSPDISMFYACIDFSTELHDKLPDIELPKLAV
DRNEILYSKANSKNEDKLTFLDRVIQIIGI                                                  
>Tvag_XP_001318946                                                              
MKCSSPTDGESEEWLEIRTSTNKDIPEHYFSKEWASRLIEENPIEEPFGGLHNLGNSCFLNSVLQCLAYTPGLEKLSNSL
PNVILENCSGKSCFLYHFGQLCKALRRLPIAAPHIFFANMRQISSDMECGVQQDAHEYLFALLNHFDDECRAPKENKAAT
YDTPVDSFFGGLFRETKICARCGHNDQTTSKFYDITLPLDADTLDGCFESFMKPRNVGSNYICEHCKQAGTCSTRTKFAD
TPNILIITMMRFTATVNKDERQVDFGLNIDLKEFVEDGVEHFYELFAVINHSGHQVNRGHFTCFVKCNGGSWYNCDDTKI
TKDTAQNVLDSKPYVLFYKRVHGPESAPIMVTFGIAPTEKKKKDAPPKPAKTRRRVLYDEEEEEQVETSKVPQLPKTQNE
GFFSEVSDGENDLIEDGEMVVEKTFKNTDDRLITMHLVCTVTKKRL                                  
>Tvag_XP_001318521                                                              
MTLYSATFKDTLDLSVFKQGELGEVEFKNDPISVKFIFQGDDDEGLYLVFSDFSDHPSDNPYEIKLTLVAGEEFHKDFIQ
YINPQFEYSFELYYEDLQKYQEKYSSNLDFQIEIQELDKENCSTLPSERSYMFDYPADRIEKDFKYDFKYADYEFSFLLY
LVSYGRVHLSFQLNNAGFSKRLTVVYSLKVAGYHCKSAKMKFNSTTLTCDAEQISKSDWDELKKRATNGQIPFVIAIKRT
TESEEIEDEDDFMSLPNDTTSYSGHDNTYSYSNRSYYTPQTNYAVSTVSSKDETGFVGLHNQGATCYLNSLLQTLYTLPA
FRKVVYEMPTTGTEDEKKSIPLNLQRLFCQMQLRKEPCSTKELTTSFGWGSTETFMQHDAPEFNRVLLDNLEMKLKGTQL
ENSIADLFKGQYRKYIRCKNYPYASTHDETFYELQMVVKDCPNLQKSFEKYIEKEILDGDNQYNVESHGKEDAEMGIEFV
KFPQVLQLHLTRFTYDFNYDRNVKLNDKFEFPEEIDLSPYLAEDADKSKSYVYQLHDVVVHNGSATFGHYYAFIRPSAED
QWYKFNDSTVSKSTKESAIDDNFGGESETTTYSSSNYYNYWGGGSSGKSYSAYMLMYMRKDAVQNIFEPIPDEAVPEHLK
EYMNKKPSETYSSSLDLNSVDITVTTEDDFEEGTLLMKKVFAQKDDPPKLEADNSISTQELYEKIANLLKIDVDEFRLWK
QSYYLLPQTLISRSETKKIDFTYSTAQVFVQKKSKEDPVEIPEDDIVVYTKFFFPFDQSNNKVQYIGSFQINRESPLKNL
IKMVNEKLGLPEDTELQVYAESIDKKAAILDNALTLDNLSVNMGSVLIFQQNPEKEQILPSKFVKKSISDSQKGEESEVT



DHTIPIIFAGDQSVAVTANKYFIMYHEVLEYQFYDVHDCSKCIAILKFPTDILFTDLYKYIANSSLFDYDIDKDSILLYR
ANYSNEEKPSTDPIDTSYFTTPKTTLYSGQNKRLFFRVIKGTPQKDYANKLCRRIIYSSDLSKIDIDDYFLFDKASDTVG
KVVQELVSRGTIPDMEYDIIKMGYYSSMEGFLQLEETCSQYYNTVIRIQPKVADKSKFVFVEVGEFMNSMYYFSPSRNGI
CYLVDDAKTNEEILDDILAKLQIQNNPKKFRLNFKAKEDPMAKNIQVSQFKDSLKNGASLYIVEKSKNSAKLSASNESIK
IYN                                                                             
>Tvag_XP_001315912                                                              
MTLNPDFEQPNVVRDILSLTTFRPGEPAYAIDAKWFNNWKQSIGIDSNPTKEKLPPIDNSEIVNYLEKAVDVDYVVIPAA
VWNGLIQTYQGGPPVEVEVGYDPKTGNGVPVTKLHSFKVHYQGNVKKILISKFVAVENLIKLACKEFELDNPQSYTLRDY
WQKKVGRYLFPNQIICEYSLFVNTDLLLQKGDYPAEEEISEPTNTNSASNQSSSTISPFPQVKPTFASPIVLSKPEFTIK
SSARRASVSRRIIEERRTSFTSGATGLGVPSTPPNQLFSNPLNTERVSAPIIFSKSREFYENPQGIKGLVNLTNTCFIES
ILQCLVHIDPLKEYFLNNTQTKPVIECPRKCKNCNIVNAFTDFVRSYHSNSTSALISPYEIKSIIEKYSPEFAANHHQDA
HQLLTVILDLLNEQLRQPHDIPIKQESSSTQARAMEEWIEHVALNDSIITEIFHGQSMTSTVSPKFTSEQTVFSPFTSLL
LNLPPPTVLSSTFIFVPSDPKLPRYSLRIPLIDKKVNAENFAASLAEYLQRPINCIYGLVDNENNIEWITGPETAIHGKT
LIVYEINNLNGLHMMVRVAVNLHKLINSSKIIDGPFLIEIPSPDTSAEQVLEICDNYFSYIYEPTTDTFINPELGILVPS
IKNSPSSPTRFEIELSKSLFSKSMRFKPIPECPSVAARSVIVTIVKTTGVSWQKLMRIPVKNSVTTGKKDVNIIQLIEEA
GLSRGIRDSWRPCGEMTKIKKKVSIAKMPKVLILALKRFDIVRGQTKKNDIAVTYPDELNLTDLYGRHKFQLVAVCEYGG
KIGAGHYSAHAKIDAVTWAEFNEKQAYRCTPEAAHQNNAYIIFYQRVDE                               
>Tvag_XP_001315815                                                              
MKNKFTNFPDAVAAVDSTTIPFNIPSVKEERLYSWDEKKHCNGIKLQVLVSPDGKAIHQNVEFMAAVHDKKIFDLSKVSD
FLTVKRGFDDYQYPVLADRGYIGIQKYHLTAVVMKRSHEEADVERNSAIAQDRQIVERFFARFKSCWSCMKNGFRGELTS
LPLIISGLVGLTNYNIDGSPLNDNEELLLFEDFTPTKVLPSSDTVAAVVAPSMKPSKRNIISVAHQAVDIIQSSQEANYL
YPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSSIFTNLNSLKSKGLVFVPHELATLLGNST
YEAQDCDDTMTRLITDLAEQIPGIGQLFRITYRDSANEQTNCYSIHTRIGEPDLDHAIQYHLSTTRNTSWPQFLTFDIQR
EWQNDSIHQVIFDFPKKLTLPTVERQRYQLIAIVAYCNFHYVVFLQKSAYWIMINDKVAYSVPSTDINALKGCSTAEMPP
LWYKTLEHKWLAKMLIYRMVQ                                                           
>Tvag_XP_001314224                                                              
MLTTKDNLTEEMLTLIADKVSDDKLTDNGIYDALDILAKHQIFKINNPEGLIKNIAKIMQNSKYQQTNATALMEIAVKMT
HRIDPQIVKDIITNNNAMIGPLCKVIENVADKKELFDVLSTSKEALPILPDIFNSQCSAEIAFDIAMNNIKEKESMRLIK
YVLIAYPNLSDEALMPVMTKILDNLPIHNAWLAIDPICDRPQFKMMLTEKLRDIFNVSVDEFEVNESIKRSKYNITGLKN
LGATCYINSVFQSLFNIEEFRKKIFDLNPTEKWQKAMQELFYRMKFSKRKFEDTKYFCDNFTFFGAKIKPTEPQDAAEFL
EELLDKLHESSDMFQGEITLKMEYKGEVVQETIEPFHLLPMAVKNCKNFEQSFNAFLAKETIYNYESELLQKKVDVERHS
IITKTPEYLIVHLKRFEFDYAHYTKNKINTPFDVPEYLDISPIAEGDDNKYKVVGAIMHMGDSESGHYKSLIAQEEGGFM
INDRGCSLFPKKDVLPMMSGTANDFLFNAFKGLKIFEDVTKQLKQITK                                
>Tvag_XP_001314204                                                              
MSIPTKEEQAERLKNLERTSSISVEDGAYIISAKWMINYKAAIGFNQFDPANVEVGPIDNSEIADPENKSRVAKTKGENT
DFYIVDKTEWDVLYGWYGCNNIIKLEVVMDEVENKPISIVYYQKLTVVYGEEKKDIEVHKYMYAKDILAKARELFNIPAD
KQLQLIDYLNGNYVALMDEDSYLKRYNLIDGQLIAVNYKDENDEWKIKKPTQVEYLTKLAMGSTPTTAASTTMRSRYGYD
EGKPGRHGFNNLGNTCYFNSGTQCLMHTMPLIQYFVDGRWEQWINRENKLGSHGCLATAFNSICQQMWSDNTSGAIRPSE
LKAAIGGFNSRFSGYEQHDSHELILFMLDGIHEDLNRCKVKPQVEPVIGDGANDEAIADESWKRCKLRNDSIIVDHFYGL
LRSQLLCPNCQKTTVVFDPFLTVELPLARENERKIHVSFIPKDIKAKWTEFNINIRTSEIANVNLISKLVSEKLGKEVLC
IPAALNTENFSIKFGFPDTYESRLQAVVFEIDSQDKFYVPVLIVGSVASQYNPNYFNAQPITPPFLIEVDDLSLEEDKYK
DIVLERLKPVLDTKSEIELTEDAKNFLARIKKEPEEGQEAPEFAVNFQKDYWKNVQSPKPSKHVKCASANGVVVTADISK
LDMNVLVQNVPSNAYGYSSKHTSTDTIPLDRCFNLFSTVDTLDEQNQWHCPHCGQFVCADKKMEIWRCPEVLVIHLKRFS
GEGYYVKKDSTLVDFPEELDMAPYIRGKTDQSTHYKLYAVSEHMGSMGGGHYIAHAIVNGKWYKFDDSSCYESSYEDAKS
PLAYVLFYQRIDK                                                                   
>Tvag_XP_001313626                                                              
MEIPSAENQCEIIKQIRIQEKKTIEDGVYAIDGEWYRRYLRIIGFRNNDPINLLPGLIDNTKIAEANKLKYGLIYNYDYF
IVTKSLWNLIKSWFGTTNEIHLKLYEDIDSKEFKIDISDIPIRAYYKGEKITKKRIFVDRFSTVLDFKRKICQIFGFPND
DKLRVINYANNIYCNELENSKLMTDYLISENQLFLVDPKYEITKDFKLYETEKTEKDIKGLVNLGCTCFMNAGTQCLLHS
KQLTDYLSKIDTKGKSLISEFVKLFNKEESPYTPSSWKVCISKYFDRFKNFYEEDSHELILSVLQEMSEEDEGINNIFNG
TTEDEIICKSCSQNIKIRENFKSISLQIPNNDVCQEIKSIFVPFSDENKSGKSEITLSVTYLIDSKQYCFGFVDDLPERV
LHFSFEIPNDEKKYAFCYFEDSNIAPFLYNADLLNDSFEPEKQVFPIDFNTHIKTSKTSSSVLQTKFICKDKEIMNQRKT
IHDIDDFVYTIEVQQNERMNLLREKVLDEDEFVSLICDGEDKRKEELNQSPVDLHKCLENYLKEDIIKERFCENCYQISD
ASKKTNFVSLPNILMIHLSRFYNEGMKTKKDMRCVDYPDYLEISNAKYKLYAVCCHDGDCLEEGHYFALCETSDGNIYRF
DDRKVTKCSHNEIHSPFAYIVFYDKI                                                      
>Tvag_XP_001313116                                                              
MSNGSFIDSDKFNGSINHQDPQVVASILSELTQCIHQQNISTKPKDSKGFEQFINEDLPDYWDSIISLNSPSRILQKELQ
NFYTELYTFIAKLNLPVKYLEMLNESLKGYKAPLAKLSPINISKEKRAELLKFDLRSTSESFIKDKLPNISQLGIHQINE
LIGTPFLSKVLQMIKDRTLSSQQLTELIKTFNQIQPFLNPIYAVIILQMLADCIIQILPIDTTPASIACPFLSSNAKSMV
EKTDEILHALTSIDISLNVQTEFFIVDCICKFVQFNGLHNSALDVKKELIRAAKSKNTALISLVIKNLTIISERTPFDLS
DITELLSASTKYDGNEHLVSITHLLPLVKEQLDNFAMEYLSTGKLYPPLDCALIDRTKKDKLRAELFDHATSNITVLQSI
DFSTIKQCRYVWKQLLNACQMNISIEKFITLSCFLLANPNCEAMPVYLKKAIQIARMNPAIITSLLQFSKVIKNIDISSV



YNTLLDEALASVGTSDNNVTSGLFSLLSTWTECYEYLKPEEVIDKLKTVNFIQFPLQIPHFIDVITSRLEDKNYVVPLLM
SFLKSTIPEIHSHWLVHSLFKLILNDDKIMDEFVDTLINNFSENRSRNAAVLMDAVCLEADFFRIDDEFGLVQTVTFTSD
SKSTITKQLSFHPFHSSRRIYFAAGKAINCEVSNLALLYNDGYDDIMFRFNTPLTSFHLGSKPIIEFRAERIKENIDLSY
IMGAPYDEVQKCHFLNRLTQKIPELFSQINGFDIIAQRIFLILMLFEPFTDLPRCSHPLQHVFTNTVRDATNLTQATRIF
PYVLRAAARSAKSISKEFLKQVVDNLTDDTLDAVSLSIACQVLPFFNVTEVFSSNEIKKFLLDCNKVLVRKAIIPLISDQ
TPVEAFVSLLPLTTKPEYRAKTFEFFEAMSKFDYPKDVLVEIYKDLTQFEISHYLDVDQTFICLCKRLPRTDELVQLTIK
RLFSPPTCTNLNAPFVHTQEAFSAGLEFIRTTKSVQILLERLRTVPNCPRQHMELSDDFTYKGRCGINNLGSTCYASAII
QTLSTIPTLVSDILKLSNEQLNTPFLINLRSLLAQNVYARGSILNVKGMMEDRNGFDPYMQEDAGEFLNTVLNSINDTVS
GGENIMKLLTGSESEGFYTTDGQLISKRDRTFTQLQLVTEKMTNLYESFEKNFQEEVMHDYKINEVTGERADVIRRAQIT
KWPDYLALTLSRYEFDLKSATYTKLTHEFDFPMVLQGNMLEKTTKSNPGCNYNLTAVILHTGTTENGHYTALVEGEDKEW
YVCDDESVDYFSQAQIPSWSFGGIENVDEKGRIMTAYLLLYRRNDYTSIYPEIPHDLEPTIDETNASAWSSIIFYSPSFV
DFIRKLLLENQNSVQVLELAVMVLFKVTVPDPKRLELFAHEMSEVILQSESRCETFCELIDNRVGDSLQSLLCYSDFSFK
YLGPLMISAVERITSNTRPIYRLLKLVSFSPTKRCAALAHDFITTALKKCVNVDWTNEDELLLLMAQNIVQDTPKESQKP
SSYMTYNAVSAISQVLLEVSEVKISEAMLKLFEPSSLAQIVSVARRCETFIELLTVVAAQDQEMLEDLKDSSKSNKEIQL
LLVSVAANSASIGEEIPRANFDFIWHSIFDLIFHDTKDVRQNIMNAAMKLLKTPDQRAIDFLKMSLLDENLTAPPFYDGS
SLVYYFAGLTPIIYNRLKASKNAKQENTNFEAISLVIHASLFSPSSIVPFFSQVNEVLENCQSPKVIQGLATLCHHVIVF
DRKMQDKLSEKAIQKIFSLEKPGEEVMQLLKLYKNLAEGTPVLSAAVSFALSQKTTPIGSMIADIVSEVKVANYAVPVEA
NGMENIKLCVALLQQEKNRTRRSAVLDYLLSALTFAKPIHLFKNTKTVSKAIEILKDERHEKLSTILSV           
>Tvag_XP_001312940                                                              
MEIGTLLPTTKVENEECVLCFNDIDSEQGVNICVKCFRCVCHEHAKEHASKDGHCMFLNRRRHKIEVKSDPYKLGIGVEG
GFQDAKYEYEYELRLYDSENYEVFPMECVDDEAAVDLIEKLKKLPNISQAAEVEQWELKIEECKHIKELDQSQIVNSDPH
MHCSSCELENNLWLCLTCGYVGCGRKNFDGSGGNGHALEHFKQTGHPVCVKMGTISPDGRADLYCYSCDETVSDSHIKEH
LAKFGINVDTAVKTESTTTELNVQRNKDWDFDTVSKNGKEFDTFEGPNSVGLVNLGNTCYMNSVLQLLASIEQFENEVTS
PDYEKQRWTDPKRQFYRLFHELLEGKRKSVSPRLLRTAVCRDRPQFMSGEQQDAVEFFQYLFNYITVHNPQSYLTHVEFD
QVNLMQCANCADVTTTFIKDQPVLVLSPQPHFGEEELQVKIEDLLETSLNIEYPTRKCDKCQKTGANQKILFTNFPDLLF
VAVQLDNISPTGMCKKMNIKVLFDPDNFDISKYKSDIKQENVQVDETKVSELMNFGFSRSQCVRALQNVDSVEAAVQFII
DNPQEVSPAVQQVMEMGFSEDEARDALQETSGNVVLAIEWLFGPRKKSAHSTKSDGNSVYELVGFLQHKGTSALCGHYVA
TVKRDGKWVLYNDEKVAVYPDNEPPEFGKGYLYLFRRK                                          
>Tvag_XP_001312117                                                              
MSELSLSYLVDPAEVEKQARSMLRAKKDLFTRLNASHQPQLVALVEAEWFKSFVFWLNSPDIDYPGPIPNHKLCKNGKLE
NSKQFGVDYAVVTLDGWNILIKVFQGGPKITRNYVLNPKSNKPTILIDQIPIEIEFQGKTFRKHVEGNWKVGPIKKLLCK
KLDIPNQDYTLFDPSCQEEISNSSKISEVITTKAGLWHLVITEEATKRPPQIIKMENHKTSTFHSLSYDVGFGHICLPVL
CLYSLHKVRELMFDPELPKFINKSDPTSSGGRTTALVRKIFRDLAKPTDERVSFDAFVNFVYRRFEEFALTSDVRFAEHG
VSLIINALHKDLLHEEDSKISDLLFVETHGSLECESCHQFTDFGEFVDMLTVPIPKQTDDTRLEDCIASFALPTEYSGAD
KMKCPKCGKLSNMTKFQTVQSARDVMIINLQRVTVEGILENKNTTFVRFPFELKSAAFVSTTDAVYCLTAVIFHQGDVES
GQYKAAIRLPDDSWIYADNTATVVINKNEIVNPDASILFYEKI                                     
>Tvag_XP_001311898                                                              
MEADELLTNHSNVIKAKNSSLSSSLSFSSSSNSSDYKNESNTVPFNSFSMAPKDMPPPDEQLKIIESIPDQDQYVVGQDA
YLIPSDFLNQWFSYVYSASAEGTSMPPKGPIITRKNYNIRTRTPIFGREKDYTPVTKPTWEYFQKWYGGIESTVAVEYDE
KEEKATPVLEAFETRINFGDDSKPLIVPKFISIKEYLKKCLALFDIKYSEDQEPKDEENTPEKTENSSNIVNNVNPYEPI
TSTVEEDAPVATGAPANNSNPYTNNSVNEEEAPISFSDSNNVQNNIQPLVDSDSSSDDKSPKLSENSNIIFNNSEYSSAY
TATETTTEDQNTMIDNPTFSDFRLFDYYNKTLSNQLEIGKYLDDYSIATVNDILLDYKLKNGSWYSETIPKYNTTSYTGT
YNFNYNDSYTTSYNYQTPSYNSYNYNHYGGYYGYSYGTPPGPGKVGFQNLGNTCFFNSGIQCLMHSKPLVKMLLGESWKQ
DINEINPLGTKGRLVRAFQKLLEEVWSGNSRVLAPSELKQVIGEFSSRFAGWGQQDSHELITFMLDGIHEDLNRCRVKPQ
IDTVIGDGINDAETADLAWTNHMKRNDSIIHDIFYAQLRSRCICPKCGKTIVVFDPYSHLSLPISNPKIKQVKVTFVPYN
FSEKYETLSLNVPIIPKQKDYEDAISKAISRDVKVVICSLSTAKSLKLGIIEGYSVCNYIAFEIPDVSKLYVPCIVKTMQ
KDNYYYSTPQLKNVGEYFLLPISKEYAFDSNNFNFDQNDSAEKTSKALTQLEDEAEVYLKEVWNKNLQETEEGKEMKEKT
QYYGEDIQIKQDKIFTASLKSTYYYDNSTSFTYSDEYPNVTSITATLYINDEYRTEKKGFLYSQLMKHSSEIVEDNSMDN
ESGGVTLDKCFEYFCTEEVLDEDNEWRCPNCEQFVCATKKMDLWSVPKCLVIHLKRFSAGEYYSHKDERYVDYPDVIDIG
KYIVGPHPGCTKYQLYAVSEHMGSLGGGHYTAHAVVSPLDKNTGEWYSFNDSSASESTAASAHNASAYVLFYQRMDEDCP
VIEGGQQNENTTSDSDLPQLNKSQDSSSDNEIILDNNIQNSNIRRIASSSSDEEEDDEEDGDKKLKESEIKEILSDHSSD
DEEKQRLRPNSSVFSSNDQQENNNQQIKQSLSETDSDEEETKEKQQENNDSPLENENPTLVRKLTESLSTSSTDDDIPHN
D                                                                               
>Tvag_XP_001311608                                                              
MFKKNRFPDEADILEKLERVQDIPNTTRELTEAILELRNTPFTELNRQQKEFVTDTLPDVFKDIVGLNKPSKKINMEINI
FTEAYLKLTSEYNLNIDMIHVIGKIFDKQMREFKLRMIGEVTAGTKEKFLNFSPEFEYLLPAEKRPHCNQTVKEIINQLF
TAGIVAKMFENISNQTTKPEIFAEFLTIYSGIESSLVDEAISIMLPIIFEEIMRLLDVQQTDFSGLCSFLAKHFRASSFY
ASRIIETLCKMSEVGNFSKRNEVVGEIIEIASYPVNQPLVAENAEIIKKTFIDAININQNQIILNQIYNFLPKFSEICSF
SVEDIESTIEKSQGSCPTSMIMDIIPNLQDAHLDKFTTFLITNKYFYPDLFSSLMNRIRGPSCRKLLSYMLENKEMLQKV
GLEGFKMTPNIKTYIAEIEPNTPEIIESLSLFYIKSPRIEQFHDFIMATINMIPQNPSLINVLMNFTETMTKFDSEGTIC
DVFNFFFNKFMEEGSDSWAVSLLPIITAWIGEVNRVPSHFFFEKFKQLNYENCPNVIPSLFNIVVAKSDDQTGVIDLLFN
IISNDVPIRHVHWAISEIFSLIKDNAEQVANACSMILAKPSESHFRMIFEAAKFEADYFRLEDTNFGVKQKVVIKENNAE



FYVSFTPIHSSRRLYAAVANHSDIPIDELLLWNADPLNEFVIPFGCPLTSLHLSSTETLFVSIEKTKDKILHQAKYEPHF
LTCLSSPEKSEILANLLSQSHNIQLFRVAELIDPSNIPVINDVLINLLHGEISDISDFVNEYLPLFPAALNALVESGKAT
PSDIESSATFIAEHTFDSVSTAICCDALIKSPIKIKVSREVAELIILKAEDSRIREMAINIIGEVDDNLLIHLIELSTKL
EYRSHSNQLYRFIKTYELSHTIFESFYDDLVQFEMSSVWDIDETFIGLLDYIEVNEKTIKTTFNRLFTQPTCVCFMTPFL
QTHESRTAAYNFLKDPKALPHISAFLQKLKSTPNYLVTFSDDFTPKGRLGLLNFSTTCYINAVLQNMIAMPNVLAPILDL
PANGLTPFVMELRKLLALIRYGRGTPLNITHFTETVPEFEPNLQQDAHEFFDLVINKLTKEIPDPEVINQQLCGKIMNEI
CNSKTGEVLTSNEESFYYLTLAIKGLKNIVQTFEKFFEDSEISGGYRIDSGEYVQAVRRNRVVTWPNYLVLQLQRWDYAY
LSRERSKLTQELQFPVEITPPSCADKYQLTGVIVHEGEADSGHYMAIVRNETGNDWYFCNDQDIVNFDPANLGPWCFGGE
PKPGDSVWTGYLLFYKKIGMQEVFMPEVNPDLQLIVDEYNDSYWPAQCLYSFQYIKYVEELIMAKEQTETTLDIIYRTLM
RVILINEESLQRWTDLLTKNILTNVKNCQIFFNYVKLLFGPNLPAAISITDAVVDNFRILVQTAMSVMSDTTEHLQMLLQ
GIDYGSHKRAMVFALDIIAYCCDNLAVDWSREESALFLMAVLLTMEIQKEVQRSTGTKHFQAFDSLAKVMCDAVKSTGAT
EAMATFLDVNTLNRIVDNLKMSNNFMTFLALLANTRPDLLEHLIDASPRVQTIVNSAIPIQIGGTNEIAMTIDLSFYFSH
GSDFIFSVHPSIRNRTYETFKLLIGSPEPHIDHYFHTRPYDPSIPVPKVTAESSFTHYIISLSDDFLQVIQQDAMRGCEY
VCLLQSVVGIAPMSTKPLFNKLIGPIIADKSGDLLELFMPVIHHLVAFDPDILITINEEEREVFRNMAQPTIMDVELVLM
APNVFAGSWLLSECVDFVLTQLTQTEACDRLISLLKEIGCQVRCPKEAKDKWVLWPALQLWEIGCCDKNDLALFIVSALK
KAQPAALCKRMKIVQKAIETVKEFKPELIDESVINL                                            
>Tvag_XP_001311296                                                              
MTKMVNLVFDWKPNGQNLEFPIDLANNAYKLSTKVVISPNYLLKFKIEPIKNQKEKITFTITASEGYQSQNVPEVLDFSK
KDFYFICFNKFTPEKSVKITIDNIKSSLTKPDSEIENDPSYYHVQKSSNTPNEVPNAQIPKNPEVLKNSATNYKNQYPYP
NATNKPPESNTSVNYTSYYPNSTNETDKFTKSNPISEESKPEATQKTKETNSSFYGQSKLTDSTQRSNFSESNSNSTEKT
TKPKPPEQPKSSSTSKTSNTKELTPTSFGSSWGTGQTKPNQSKMVPNSTPSTTYEENPEIQRKLLAQYNKKPDLKNNKYP
GLENQGQTCYINAFIQILYHSLPFSSGIDDLKCRDKIIVSLRSLFKEMDETKVGYVSTTDLTKKFGWTDEFVTQQHDATE
FLGILFNKINLCLKNTDEKDFLKNIFGFQTEQTTKKTKEQSIAIIDNEKLDVPLMATIEESIAQTSKPDVFESEEGKVTK
VTKIKTFPKVLLI                                                                   
>Tvag_XP_001310779                                                              
MDNAQSLKAHDEKEIIKAFEEQYKLVPENRGYIISATFVREWKKYVDFSEKKTTGPRPATIDNRKLLNENNELRKNAIIN
LEFEVITQQVWETFHSWYGGGPEITVEIAHDPIRNKNVPVLKYSTYKLCYGSQLKTIVISKYSRVSDLYTKSLELFGFSP
NDYHLRNYEGRIPGEILDQTKIICEYMLKDNQELLIEENAPDPTKTEFYSTKACSVADIQEEVMPDTKDIHSLQPLNKRA
ISLVSIDMIDRPQPGTAGFLNLGNTCYMNSTLQCLFHTPPLLHLFEGNEWTNYPNNGALLSDFVELCKIAWNGNQSVINP
HAFKDVIDRIAPEFRGRDPHDAHEFLGTVLRTIHDDMNIAKGRPQSIKMTRDPMQAWNAMKLTDDSPIIDIFFGMCRHTL
TCPKCNNKQSSFEPFMTLNLHLPPRKVITIQIIFVPANPVEPMRTMKLKVFEDASLEEYEESISLEVKRKIYISFADIQE
SSHRAIFIPTYKAPAQGHEIYAFEISSHYTLHVVVWLCVKIKKPYQKNMMKMGMPYIISISNENATTMELLRQCDNFFSY
LWEGQQEKLPPDLQDLKDKLMSFGKPCNTRFKIKLEKKLFSKSTTFKPFDGVPWVSKRNVYAILNPQFLIDGQFNWSMIR
RQLRQTATMPSNRTCSPINRCFDTFSMEETLDEKNLWYCSECHSNVAAKSQTLIWKLPKVLIIQLKRFYQEGMRLLKNNT
FVKYPIILDMNPHFGGPGTGGKYRLYGVMEHQGSLTGGHYEASCFVEGINQWYHYSDASAKEITDQQVISSNAYLLFYQR
IE                                                                              
>Tvag_XP_001310036                                                              
MEYKDDSEFLDDIQKSKTRSKEIVRMQMHLAYLDESEPASEDENQAPANAEEFKVVRKFSLQKFLEAHPILNVKDLCNFS
LDQLLYLVDVIREHEFSSRRGRKNGCDPLDALFLTLTYYCTYLPLQKMSGIVSLKQSYLSKIINKTTNRMFPIFIAEFIP
KQYSPCDKEFDNFPTCVAAVDSSTIPFTVPLDLAERKSSWDAKNHCNGMKVQVLVNPLGQVIHMNTSFLASVHDKKVFDL
SGASDFLHVQRGVESVALGLLADRGYIGIQKYHPTAVIMQRGDDEEVTKRNNAIAHDRQIVERRFARDKSNWSVLAIGYR
GEKGNLPLIVQGLFALDNYHIDSTPLSEKDNCDFPCTPKDEKEAAATPEPNGSGSPMPKPRCVPKDLYLQTPETPMKIPS
PLAGYEKIDKIVVKRTQNAIYNIETKMSIPGLHNEGATCHVNAVLQVLFYVNTFRKDVMEHLGDVEYTPVKALAEIYDQM
LHYRHKEYTISCSQFITTLGKQYFQQQDADDTFQKIVHDVTESANKPDIAVTFQYQTETPDESFYSVSLHIPLGAAGIDQ
GIKQMCTDDSHINEISTFLWVDVQRNLSDPNVFFDKFEIKKNYKTQLNDGTYVFKIHSIIAYHQGHFVAFVNKGRVWFML
DDEITYIVPDGLIKGLQGGDVGSDLWSYLGGVKWLAKCVIYRKHKFYGAGDDDD                          
>Tvag_XP_001309888                                                              
MNKKLSDLRNAIKRIRFKPGEPAYLVSMSFFNELEQSAKTNFPVTIIDNSSLFKKETFKPNLKEGVDYITVNQDIWDSLQ
MEYEIKREARVKVLDNGHPELYPLNITVTYKNQSRSMIISRNADMSNLLLRVIMEFMIPQDQPFDLYTTSSKEPLPLEGN
VVDVLKSNYKVDVRPVERKKSDAPEKVKGIKTLYQTFTPEKTTNQENISQEQTSAEKESEKNDENDEQQTATQPEMEKPK
VKPCGMLNLGNTCYLNASIQCLASIPQFVPALQSVDSPQHKITHALNFVLNTLHERTNASFDPTNFKSQLGEFIPLTRGF
EQQDAHEFTTALIEKLQSEVPSVASLFFGRMIFQTVCDNCHKVTESTEAFTSLSLPVASARRVSFVPWSMDSPMTKMFQP
PKTINHILVGDENEHYKIIEWPALNFDDVYALEIPQNMKSNKSLAIVRVRTTDGGHFLTSPILVEVPLGEKVSPTRLVGI
VGSRINNLWVKEFQQQATQNWRIAVGYERFKKPQEGLLCSEEIVVEVKSSFTFPEKGFKDIRSNYSLTTASLSDLITTFL
APSRLDQNNTWKCPYCEESTRAVRTAQIVSSPDVLLVQLKRFSVGKLKVDRDATSVELPQNIELAGKSFVLRGVANHSGG
TGAGHYTALCKRGNFVFNFNDSKVSVSQGFPAESYGAYVLFYSVECEEKQ                              
>Tvag_XP_001308793                                                              
MRHQLSSIFESSGEGKFDPHLPFGQFANFFPPGLGNPGNLCYLNSLIQTFASSVQWRNFFEKCPKTNPILAEINEILNSL
SRPLNGNTIISTKSLRKQLQKAGLTIDPTIQTDIHEFYTLFIEIIENQLMQKLTSPTSAFATRRIFPTHCIYEETITCPI
CNSSTSRIDQTSTFILDVTSGSLNNALQEYFGPITIQSKCTHCNRMTDRKLRRSILFLPRSILFFLTRNVGIGRPINQEF
EFPEWLDITNYSLVPLEEVKEEVPLMRGSLSGISEIQDETSGFRLTSVSAFLGSDNAGHYFTYRQHFEEGGLRMRRWVKC
SDSTVTVVPRSEVFAAKRNSILLHYELVH                                                   



>Tvag_XP_001308129                                                              
MKPSKRNIIAVAHQAVDIIQSSQEANYLYPIKGGIVGLHNMGNTCHLNVCLQVLFYISEVRTEVLKVANQSSPIVTEMSS
IFTNLNSLKSKGLVFVPHELATLLGNSTYEAQDCDDTMTRLITDLAEQIPGIGQLFRITYRDSANEQTNCYSIHTRIGEP
DLDHAIQYHLSTTRNTSWPQFLTFDIQREWQNDSIYQVIFDFPKKLTLPTVERQRYQLIAIVAYCNFNYVVFLQKSAYWI
MINDEVAYSVPSTDINALKGCSTAEMPPLWYKTLEHK                                           
>Tvag_XP_001308070                                                              
MGGQQSCLPFDGAFPESQKFISFSNLGNSCYMNSVLQAILNSKYFILFFENLHTTLKNIDLSDEDKDSLLYNLLCIYRMR
KSQKEQTHVISPKLFHENLIKAGIGFTRGRQSDAHELYVALLDNFDNQINKFNSTYKLNIPLFSSLSHARSESCSQCLCC
GAESNSSESFVTFFLGIKNKTSLTDRLRALQSPEYLSGAGKRECTICKISQEKRVMTTYPEIPNVLVFQIQRFEYDKVNQ
QLKKLKNVIPFPSSLVFCDRHYKLSSVIVHIGESLESGHFVALLRVDEKWVLANDANLILMSEVEVEEYFTRGKVPGQSF
TSAYLLFYDFIENE                                                                  
>Tvag_XP_001307447                                                              
MKGLVLDVNTNAQNIKTFLEDEKFFDTFEMTQARRILSNTRLSTEDYISMLKQGSDKYDSHDLFYTIQNTHISLNNLDET
LMILNSLQKYLKLAILEDLINILNPFIERTRDTRQNLKEKNTVCGDVDPIEEDQNTSAGYQNHGGDISCGDIRLEEDSSE
TNADQAEKPEVPVQTHKEDHKMTTVEEDYINKWNNLVSTNSLETLLAQGKSEAKSLFKELLDTDYPDLNKIIIQKVKSES
KVINIQYEVFNQMSSNLSIPSSLRYSLIPILASKTTNFKAFLQNLHKQIKDTKATLSDDFVNNLISAFDICNKYDEQVTQ
NHGYYEIIVQDIFANLINNNKELAISDNLTSFLKNYYAFLDPKAVVSFICKKKCLQLQNVESLKNGLQNLGGTCYLNSTI
QQLFNIKEFRDLILSAQAQNDKYITALQNLFCEMQYSSIQHQISMKRFVHDFTFQGDPIDPSQQNEADEFYVDVINNVYD
ILKAENNLFFMKIDGDYEDKATKNVILSINDDKLSFLIKTDVNKTIAQQIDDYIAPEPIQQMSKGVMYDCLLKRKIINLP
EVFVFKLERFDSSSKKNYNKSYQIQPDFVYNGVQFTLCGTVIYYGTTQHGHYYSYCKQGENWYLFNDTQVAQTSLKQVLK
ESNDSANMLFYRRVNNGPSSMTSLLKHDKKFMYIINNFTKSSEDPDILVCRYATHIELGRNKEATETKAKLKKPISFLKI
DDFFKAYLLHPNLNVRNEMLKLFQENFDPSNDDWYFDYISDVILSNKCYLYERKQFWDCCFRVFEPVKTISIVAFQNLAS
FFVNGCFSGIISQGANVQHLIATIRKCVDKPTLKQHLYKYRSCYGIFLNY                              
>Tvag_XP_001306443                                                              
MKYLDKVAITTNLTLCLGWSEDDIYEMRDVEETLHIFFDLLSLNIPESVKPIEGKCYINGNDTPFFDVQIGVQNLDNIEN
SLEALKITGYYFLKLPDVMIFHLRRTVYNQEQKKNWKVLDYFEYHNEIEINHVKYRLFQVIVHAGSVNRGHYFAYIKPKP
DSSFYLFNDSKVSISDDLSVFDKNFGGRHENGRMKWSSAYLLVYVKVDSIPIVFSEIDESEINPILFAEADRKEEINPFE
FQFFISTEEGLIENSLMSKPSILNTNVRKCLYFEGNLSKRDLYERICLDMKSDISEVRLWTIGSGGKIMEYVKPDESLIS
ELPKSLFLEKIKGNETKSDIENDEIILFIHFYFKEEKSPIQYLSSVVTKKSNKLRDLFNTVSKLLNNPTEKNESKNSLLD
ENGNDKTKSYLSDDSENNHESKEENAKKENPILNHQVLNENGKDNNLNLKAEERKQSNENRSDLLENGKENIHYLDAKTE
DNKRENGTDLLENGNDKDKTELVNKQLNENDKHDLNGKAEENNQSKGNQSGKDNNYLNGKTQENQQSNERENGNQKSLNE
QGKDDLKQSFLSDSDENENDNRKEVNQFLSDDDVDEDYDVYSIGLTQIERLNVDEEIGKLNISNGEILCFEEKDFISKHC
FQPVSSDSAYRRVGGITEFDNVINYMSDFNKRIKIHIDDYKFAFSSELSLEEIKNYLQREIYRNGNDIYLFDSKDNLVQN
DFLFKENVIYNFSVDFCQKSERISLFTFNPSSPKYGKKKRITIPCNATISDVLQMFIKENIINDGYIYRFLEISNGIIQK
ICDFSDVCANYDIIRCEQVPEVQFDYNSDDLFPIVVGNVMKDGSYSVNGEPFLVPFRNGTSELLSQKISQFTGYRFHLYR
YADNKALQLKNNDVINRNDLIILMKITA                                                    
>Tvag_XP_001302817                                                              
MEQILSGGIINLSNTCYLSVSLQILFRFKPLAKLIQSYAELYPEKQIFKIFSTLQHNFVTQTTPLSPEPLTTALKIDKSK
QQDMSEFLSYFLNYLLESLPKDKQSTLLELINCKLYDSLGNQRDNVFIYTIPVDSKYTVDEALRSSLDSNKYRFSHPPKL
FFLQLHRLCFNKLTKTEYKRFDPMNIPTMIDLTPYGACIYHLLGVVQHIGTSVYGHYRIGLQDSQGWMIANDKYVRTSTL
EEILTSSISNVSPAYVLAFVSDINDIVTMRDVIEVRASELPELPRPVGSRIGEIKCAFNFPKSDNREVKSDSGGIDDQFP
LKNKDTSYEVITQSFKQSTMEFDNPDKMLFETVDEIKSLVNEFKEDTQTSMVFGYDKPYLESEFPEDFGKYELPLYIMMQ
QSGYRKFLRNPVENDKLVHVIFCVEFTPFTFSSVFYSFQKFEKVVEYANKYMKEIFESRDDYKVLLSYYGFLARSDKKYR
LSDLYPKERKSLILHVLPERMPVSKPKSTVPIKIYKVSNPCDIYKTADFIVRVNPKVKHLLKSFDLVGENCRVFRVNSEA
ICEELHGRIRPDLLYMKGNDIRIIIGATDTLTLFSVYFDGSFIQNFFFNAPESFESLKISLTNFIQMRNFSVTFHSIGKQ
EVVEGNPAELVRQSAGKVSYFSVQNE                                                      
>Tvag_XP_001302541                                                              
MHDYVIPEPKDDYEMWESCLAAQDEQENQFRLFLITIKKLLSQVTSKKKLNPPIENKTGHFLDTTLPNLCKRLVNQAAWQ
TNQQIVCQILEQSYLTIQIAINSLEPKQVIPLLLLLNPNVPFFIETKTGFKVNKSKKYKEIVDTFIRKNGIDSVCHFINS
NPTICPIDVYCGYFTLVILFKDVVDMDDPMKVIKPIEFFLENLKFFTQQSRSSNRDTFSYVINTVLKISLSNQGLCNKYV
DQLISIATEHINSDNLEKNMIGISILTEIIESVRSSSFLFDPNLVLQKILDKDLHQQVIPKLTPLFVELAKAEKLTIDLL
MILWEKTKTAHFSVQNLYSDLLGESLGTVNYQTFKDWQYQIVHNPNINKIIFKVLLKCACTSADENVVRLALQTLFKYVD
NKELVAAIIKDYDELKNKKIQKLSFFFIMDAIRENNNNVELFKLLSTNLKRFKENSYTLDIMEIAKYIKDNPDDENLYYV
FKTAIEIKKIKIPAQAISFLFNKPTEILWKTINYLLSQSGLNAFEEESYQEIESNLNKLPELPRTVEFMQFLKNYIILLG
VEKRTIDCSKQPGSIPKKFKLNQIDTPGFSFLWRAFDEEKTSSTLVQSTIISLIEVVDILAAPSVLHFIMNMIRKSTGLK
RERYLCLLYKFIQNYEKGTILSNYGYIRHKDLVIPSSRRSCLYIMSDNMSNPIIFSTENKPSIEYILLKFTSYYGVGIKK
AEFYYNQQKLAVSKSLSEYYIPNNAILLANNLDFTYTRPEAYLPSAVLFHERNYSIFYEILRQEHSQKECEIIKGILQDI
PSDPNLIDKIYSNISSVVSTLSSEHNPVIANYILECLILPSYNPQIMQQFIQYNGIPVVFNKLQDIEFIDLASPWFIILS
NLPPEIIGPFAIQILNFICGNLTKFQIEAKNESITFLMKLNPEIAKEIIMKNQDLIVEIISNLTNNPLTYFTRYLLSLDI
PDFLVSICVPQLKNNKDPSHFIQLFVESVANASSNDIHHMLDLCFSLVDKYATSDQISNTISKLFLKAMKTPENLTFLLP
KIFDTVKKAKSQKTREVLLSALTNVEIPPIESFTTPIRQFVSEFTNRYFDRYSFSPNSENRSQYGSGLRNLGATCYANST
LQQLFHLSPFLTMLFQENLTNDALISLKYLFHAMLISQRQYCDPEPFMTKLKAPGGGKIDFSEEQDASEFVSNLISQFPK



PLSTLFTGRNRNVFENKDENQRIENLEDFTTLSLSVQSSDSVQDSLKQTTMPEYMMYNCENIGKSIQMERTTWIDEAPPV
LIISLKRFEFDVSNFTRIKINKHVEIPETLSIKEVMYNNENLDDNDYIYNLFGMVLHTGNVNSGHYFSIIKMEKDDEELW
VKYNDTEVDKIKTEKAFNDACGQKSKSQQENNTSAYLLFYIKQKSDFKFVDVNENKEICNPEIVSRIEDDNKIFIFNQCA
FTPSLFDLVSKFGDFELFTKYFLRIFLHSTMENDINKAESRMICRVDEHPNEICKLILDDKENVNKILTVCTNSKFTTSF
TKILKKVLEKSSKEMSYELISNIINCLLSSTNMWHCIPNLSDLIQHYIYLDKENVTKIAENESQVHSILFVINDIFSDAK
SQIFLQNVDASKLFDIVRNLANVKFYEEMAKLKFLQAKVCVSKVHFNSYTNMLKTISENDTLTNIFDTLAVFKTDDEIDI
FLDNHPNVSTVFEQIIKILKQNDLNAKNYILSHLKPFLKYLISINSGFQKSAFNLLHSLFPNFILDFNGTQPQNEGSEEA
NQVIECLLSLSKLNIMEKVTHENLCLAFSFIFFNSGNISQCLSDLVYLGLNVSDKTAVKTASFKLLTSIDILAKTKIETS
YMTTFLKDGEMMNDHKETSLVFLGCCAIIFLTNIEESESIKLLQTKLVFDHLINASKMTSDYKYIRQLLDYLLYLKDKNV
MVDDLIVDVYFCKKITPVVYHFVETYKYLEMITKMIGKLECLKNIKFTFIYLLNPQNNVVDDEPIYYVLDLFDDETPTNI
FSDEQWRSLIDFFEKKKNDLRLKFCQILTKMCQKDLKSNFSQIIKSLASILRDEPLXXXXXXXXXXXXXXXXXXXXXXXX
XXXXXXXXXXSCLKQQEMNV                                                            
>Tvag_XP_001302220                                                              
MNEIPNISAWCDEILNLIDARKIESKHIKKISVYVSETKKNSKSSQPTDENTLYFINEFAPKLIEKISKYNIAPIENPPQ
FDQILIPLSKLFPSQLSRENQKYIDAMMIIFENCRIPFFMVRHYSFLGEIETNFKYYINCIEIFKSENFVQRVNQLCEAT
IDIYIANILLRIIQIMQRYHQIFEDIHIIEPLLPSFIASCQKLSISEIRSLNEQKFEQDFDIILNISSLSDSIQPLLSIS
VTINNIIFSSGIVSKQYAAISFINKELSDHPKYAESLCKILQEEKFISQNMTSLHHSLVDQFCKLMSKMVNYGCLDVKEI
LDFCQVAAKENQVVQSNYINSINKVVCRLKPLQLQEFLIRTAQSETEIGLMILIEQSRGAHSQTKKDVFDIFFDKFKKGD
KRKIIIDIICRYAPTSAESVQRWCLNSLHESKDLDLALPLLQTTISSIDPYTAKEVFDTVVLTIDDKSILQFSQLMTKTL
RAMSEINNEEFNSLLKLTKNSLINDETNSQIISDFMFLVVNRKISSGLIKHLMETISDFDEMSEKIFDLFKSSFEALNPK
LMDFKYNRNPYITISELNSIDLVWKSLFKTGGKSLAKYIYKFCMKNEENMEFFIQKVIENINENGALETLAYVTKKNTSF
LSKTAKFIPESYFVNVTFNGLLNESFRIPKNSSARDIKKFLKEKLKTAQISLKYNNESLDDNFIVKSNITINISGYFGTL
KSEINPLPKIALFYDKILQKLKEEKTSKPALTVLLNLDLPKSFDFDTSFVNENYFVYLLNLSAISNAFCIKNMVDIVFDN
TMTEENMQFALEVILHCAKNNKIEFIQNSLEKIVERCLSNEDGHKNLYLSIIKIYLDHGFKVTTEQVWKLTILAIFDENV
EVRMTISDLLNLIPDKINYLSKLLVKSDNEYCTEYFEVLISVCRENVEELYKTSETLLFEKYSLNREEKFFEQLKFKPPA
AEFTKSFFWLFEILVKTKEPQNLEEIANFIVSEIVFNGVTYYEPNSHIFNILIMSIGKNPEIGSNILKFLSTSNKILRGP
TPVPVDKTGFRGLKNLGATCYMNSTLQQLCQIDEFVDLILSKKFEEKSWQAEFQYLICKMKYFPEKVINPFYFFNLWTDW
GGEKVSASVQQDASEFLSLLFSRLEDIPGTLELFRGVSTSKFVTMEEEFVAERDETFETLNFDVNNHANIQESIRTYLQP
SLFTGKDKYMSDQGKIDAKCYHFIKEQPTYLIVQLKRFEYNVEKMTREKINSRYEFSDFLDIGPMTITKQNSIYDLIGIQ
VHMGTTESGHYFSYVKKDNKWYSLNDEIVKEFEGDVFEETAGGISSFEFFDERTQSYRKGSIPKSSNAYILWYKKYDAVL
KIKKEFNEVLFEKLRRDMNSSLVRGVSQSIEFCELAKTAARYDTDGGFLINYTLNLIEAGKDSQDLPFICMNLLNIQSVA
DKVMDMDPLILVNINAQSRQFMIKIFEKAALISREKEKMRHKIILILQNPNTILSNSSIFSEFFYLVRKLLNPELQKTVD
KFLENDLPNYASNTKKFYELSDLSNVIPLMKTMPPVDTLFKIMCNYKNIQSLIGFLPAIQAMENINLSSYDMQSLTGLFI
LYQLDSDDRHGLYNQLIKVLKEKNKLFAQKLLAALNLINIDISPTFDSMTLIELLLVNNSSQTRDLGRQIILKIYDLKKG
EESIVKLLTSFVETIGKCVKQSKGERLMGTISKEGEVEESAPDFFSIFSKIVLDSNMVNFLIPISSIIVESVYLLRDAPQ
YPNRSQLAGIQLLHDTIYPLMIDRFFSDASYSKLISSLSCFNTFNRDVKTWLKMVLDLTPTSEIKTLYKSNLFQEVCARF
LTKDAAEFIISHPTNLNIISSILFDQNRYEAYIKANIKSFNQVVNYLLTFDVSSCDIFENYGTYQRAWQLLLKETEQNRV
SVMNHLANFNKTYLKAHNGETKFIIGFLNERLIAKYNDVGFSINSLFSLYSDKDTFEYLESWYFLAESFLYSDQNQMDIF
ERLVSHHTPICNCPAAASLIVTFCTLQQSQEYSLAILTQELSRVKDHDILDILVNYANRTMFWNTDKGLNVLGNILSSVF
PSKIIMSAYYMMKESLTMLQLSNFRENMIRYVLSSLDEDFIAETVLEINKIPVETTKSEEIEIRGKAAQLEKNGMQSASS
IILSIIKS                                                                        
>Tvag_XP_001301736                                                              
MGPAVPQEYTFIRLANMGSTCYINSVLQSLFNTDMVANFCWHYSDTIKKHGLEKLVDRTPLYLFSKIYIDSQNAPQNEVY
YTPDYFLNALYESTDKFKWNEMGDSHELFLYLLQNFDNSINEINSRLGNEKLPLFSSFFMCETSSIASYNGTITDDSKDI
VPIIGLNAKTMKDSIYYWENGIDIQDLNEGIDINRKLTKFPDVLVLMPRVFTGVSKCMDKMKPEFKITISGQEYSLKSII
VHIGNDLNSGHYICVFEVSERWVYGDDAEMRPLNDTEYHTFFETGYLPGQDTAISYIFFYELL                 
>Tvag_XP_001301149                                                              
MHSKFWTPEAFANWQAGFSYAVTDLNHLEQYLDDFSELTDYIIENHGLPPTCEVKTEKFFELLISVTGALVKNHLKSNTL
QPIFLRFVDIVFDIFQIALDFPTYAIEFLSYYIFNIRQPIYSNNEEFFTKICQHYESSKSYLYLMNELASEYPFPQAFLR
SAIFYFYIPAAQVGTPEDKLEQIFDRIIHHLNILQLHKNRNSSPEYLADFITNTINGLNDINALTQDKVNKVMELISDQI
KCEFFDKQHHALKLLCNNCRVPFSSKYVISWLQTSGFADYMFKNDIKQAFLPIYAELFKVFASNDMITVDNFKSILSQQS
IHQSSADTQFYHLITEIFTTLKAELVPDCMSLVLDLPEKNDAWVNSIKIICKNLAGKENMSPVIDSARKRVAELSQSDSE
LKQQYSELSEFLSCIGLNQSEILAKLDEISKLSMLTKQEVSILSSLLSSRYFQNEELANRLMNVIMRTIMNDPQLAQHCA
GMIYSLAAYNRATLLIEDAKMLLLNAMNSQQLINFILALMEKNIITHETMLELIDSYPDNKINSKFYQFIKKAFFSPNYA
HSNQSSFDKLMDLPFPNEDLLWSLSLRTSSMQERFQRLISRIYCRNDEEILSDEVMIETFINKWNQILNSLTDYAKKNSA
IKVLVTFIKICERDVIPESYGFERHRDVRKSETVEINASYQEDEIETFVVDRQISVPALTRLIAEKFEVVYTECGLEYNE
FPLENEKNLKMFDDEDSVDVKLTIGKCPAILDRTVIPSLKLIQMKMHDKLMLMMDEFPSAVEVCDLLPTYRTVSNVIQRF
AKTKLEVLFPRDKPKQFKYNFDTFCRDFEESDLEKFKDIGLLQYFLAVGLDSPDANLVENILSWMKSINRISDEQFLFDQ
IVKILEKFTNNSDNQQLFINAFDVVHGLSDPRSLKFDEFLMRKLILKFLNGNDDKTAESSVVFFEKLNIPSKIYAELSEE
IRADNFFASWANHITSRDEKAISIVMENLTTDLISWGILELIDALLEVYAFEENEEILITEFICENYLETNSEAKDEKQF
ESALNAAKHLKGDRLIRSLHSLCSTCYFNQWDIDGDKIVLQKSGGYVGLENLGVTCFVDSVLQQLFRITEMRQAVFDYKG
KDKFLEHLRKLFCLMMLSNRTSVSTQSLLDNWSSDGSDEFDTTIQQDACEFLQLLLDKLERILGKDKLSLFYGKFINRIE



SLDGKHKSESFDTFIALPVVVLHSRSLDESLKKISTPDFLTGENAYKFEGSDTKTDAKKYCEVYTAPKNLIIQLKRFEWN
IETWLRYKVKSPLSFPAVLTLAGKTYELSGVIMHSGTTDYGHYVSYCREKDGTWQCFNDDVVSEVSLDYVLRVGSGEKST
WSAFILFYDSEKPQEVTVPKDLLDFVRNDNKKKLHTRLTFSTATTDMMYYFASSKDDKLFQEAALFSFCFAPFTVDGKNG
IKLLTKVNKTLQDRPEVCKYLADQLENSQLCNLFVYCPTNGVRVAACAVMKTLISVVGLKPLKTLAVSSKDLHVHPEKAA
PIMDAYIFASKIDSCSQYLKETVLPFLQKVVLKFVDDKLARAYPMDSLFEAIEVLGPTNDFISEFCRSKAMEKFFLKTNL
DKIAAVIKHGDDNCFNLLTESASKYQNPKWKALLEKVRD                                         
>Tvag_XP_001301130                                                              
MGKGKGKQKGHDKQNQGKQKGKKDQKEQQKGNKNSGYISSCKEFKFINEERVRNFFNNKTCMKALSSKNPLSKNEIKNLK
SIHPLVNWYNPTNLSLCLVCGQALDEKHFAEHMEDKHVLALSINDQTIYCTKCNRYIPIEKGTLLAELLNIEQPETKPVV
SAAPLKSGLMARGLHNLGNSCWMNSSLQLLSRLPLLPDEVNGSKAPLAQAFKYLSTDLKNSGHAIKPGQFVSALLARLPF
LSVTEQQDAYEFFTLFFDSLRDEMGGNAKDLSGNDIENVKKIDTTTIDKSVSFILDSEMRCETCNSVTHIYQRTTAISLC
VPYGASTTLGEVLDSYFSESSSGDDWKCDTCGNTTRCAIIPHIATTPQFFILHLARFRFRNNGFIKNNIKVELPLEISLD
KYGIDEKYSLFGFVTHYGTMESGHYTSVYHDKTGFVYFDDESVSSIAEQEALNIQPYIIIYKLDVHA             
>Tvag_XP_001300216                                                              
MQFLHKTQSFIPQEPYTIHSEWETPDFKTMPDQQPSPCIKEYNHFWKLVVFKKGNGAEKGKSVSIFLMHPQCKFAHEVSY
QIKTIGPKSASFEGSWVFSPMLNNQGIEKFIPLNEIDDYLNNGKLKFDITIKFDPPQPATKISCRESVGLVGLTNLGATC
YLNSMLQCLFHTPAFRRAVYDMPTDGTEDVKTSIAYSLQRLFTLMQMSPLTPSTQELTTSFGWGITDQFSQHDVQEFLRV
LVDNLEKKLKKTDKKDAFANIFRGKTTNKLFVEKFDYKDDHKEEFYDIELVVRNNRDLVQAIREYTKAEVIDEYKVENKG
VSQAIKTTKFWQLPNVLHFLLQRFEYNPMGNGMIKVNDRFEFPDELDMKEFMDPESEDKDTVYDLFGVLIHIGFANAGHY
EAMMKIEGNWYLFNDDEVTKVPESTVRTTFGGENTYGSAYFVTYVRRSQKDLMTAVLDSEIPDHLHKYLDEYIKEHTWKS
PETNIEVHSDILLAEELAGKAVEYPVLTVPLKGYKVKDCLSSLSALTNIKQPIQLFTVDIYGIPESPIQLSQDVQKQFSK
SSKLFVSSTTDKGTIPVVVGFYDPSQNQAVSYLFTSVVEQGTKVCNFISKVSATAKTIKLLAFKVRGCSASKLDLESTIN
APGLILFQHAEKKSAPKSITCQEFKPGNTYRSIDVVPELRNSTVDVFLAGLEDPLTFSLTNVTNHEHNFKLTISAKGHIS
TMIKSIRSILKIPNDKAVLLFRSENGSASEVPISCSTNANIRQLISSTDVFYLIHPGISQSEIETQLFFQPDIITDTGIK
SPVLLMPKDFTAGDVFTKLIKKNIIGNKSGWRMLMLEGCRIVKVVPDDSKLENMLTKKFRIEKIPSDQLPPAKTVRVTLS
TLPSNPRNNTTGIPFIFTLIKGEKFPETKKRLLEQSSADPEKARFGYTNDTSNKHKSPKDDDELFDLIETNGMLYIFVPG
EIKTKNFHKSGNGFQIYN                                                              
>Tvag_XP_001298827                                                              
METKKSLLDLLNEEDEEEEDGNYVGSDMVVEEEEINSENSENEDDQNQENFDGKVEPTNYEFDVEVNPNVIEDGIFQSEE
FSTNQHSFHIGFYTLDPDATDVYLFVYPQEFKKSFECSFSITVPETEIDPLSFYGVFNEEFPLVKSPKPLLDKLPTEPFK
IHVFLSYIPGPNESRKYFNCVGLNNDGMTCYLNSLTQALFHIRGFRKIVFNIDTEKSEIPKALASLFYNMQTSSKSCSTR
RLTKSFGWNTEDLFAQQDVQELMRILLDRLDSVSDNSASKMFKGVFKSYIRVPILNYESSHNEDFYDLSLVVRGCLTLEE
SIKQFFEPDQMTGADQYQMPDKTKVDALKGFELIESPSILCLHLRRFEYINGDMQKITSRFEFEEDLHFGDDNYKLITII
AHAGSFFGGHYCAFVHKDEKWLCFDDDFVSEITEQQAIEEKYGGDNHGFTAYVLFYCKESQMDTLINCADPVITKTVLDD
IEKHKTFRDVMYVNGKDFAENSGTAKKAQIPRDGPLDQIKEVFSKICGFDMSEIVLRNVDPRDHVREIVTEENFSSVSKF
FISNNSNIPVFPKFYVDGYDLKPLETVFVEEMSSVEDLSKVICQTVGISDEPPLKCFTYDDFGSTSEVDFPIVESLNLIF
QLADKSDKINSDLIVKNLDMKEYLPPKDSPFIVMGKNLQIENAGIFFEMTNDMEYITFRHIINKDQKFKLLVPLLFSYEN
ILKLISCKLQKNSDQILLFKPNDVRSLHKSTHPNVKAILEAMDMIDPSDDMTICFDIAPESVKTVDRSDITVIDKNGKTK
QRFAIYLPPW                                                                      
>Tvag_XP_001291238                                                              
MSIPGLHNEGATCHVNAVLQVLFYVNTFRKDVMEHLGDVEYTPVKALAEIYDQMLHYRHKEYTISCSQFITTLGKQYFQQ
QDADDTFQKIVHDVTESANKPDIAVTFQYQTETPDESFYSVSLHIPLGAAGIDQGIKQMCTDDSHINEISTFLWVDVQRN
WSDPNVFFDKFEIKKNYKTQLSDGTYVFKIHSIIAYHQGHFVAFVNKGRVWFMLDDEITYIVPDGLRMGTH         
>Glam_XP_001710128                                                              
MLRPCEGHVASTECAYCFLNRYNSQGLYLCMHCNFCACLDHVNIHQEKTGHVHYLHILYTLKNKEGNITARDRVDMLLNN
KNEEIVNLETKIYQFPGRQAVLSVPDEMMDCYLFLLDGEDDPDRTLLKKKPGASLSSLSDHAQVYDQLASSCEHVIEILT
SQPPAYRAHHNCFSSCASCDVSNNLWLCLYCGHVGCGRAQAYSELGGNGHALAHYESNCDHCVALKLSSLSASVCEAYCY
NCDVSIDSIFTVPDMRSMLQSYLECTYGHDVADLMNRTDGACLSLQQQTERVDELIDRYGLAKSMQSSQISLLGVLSGFR
NTGNTCYASAVVSCLRAAGVFPRRTKELEIEALNHYHTCSLLDPIDCSICQLYRLYVWGFRTINYSATDLLAHGYLENDL
PYFIMYSDPHITPLIRLLTPYFATDENVGFQHDSADYLNNLLDFFDHHRPDLVRKVTLPAMRRELRCASCMGHVYKPENQ
HEWGISLTCSLFDTVTECEVGAEVSMQSSLRSEIGGYASTIDGLRCPLCSAINVCGEVPKLLLSSSYLAKTESAFPEILI
VKAIRQYFDVSRMRSYKLLTRLIDTDKIKINFLVSTHTEEDEEKCNTEAWRQALVAMESGAMIPGVQQNQRTNVDEQLSA
MMDMMVADRKTCMKALRQCNGDIRLAVDAILNNEVADDDQHDAHHELPLPQAPAPAIAKERIAEAVHNLRQEQEIDSAMN
AAGVSYAERDAMNLTYKLVAFVLHRGTELDSGHYLAYVRASLFSEEDLSEMQVRELVNRDQDWMVFNDEEVTLTQDPPVQ
MAYIYFYKRMAKC                                                                   
>Glam_XP_001707986                                                              
MNGSWGSRLTSSGNSLKKKPVSGLVNTGNTCFFNSALQFLNAIRPISYPICLQESIPPNSETDEDMYFYNQVIAQFEDVV
RRMRKERSVCLGISPQSLFSLMETKYDGIRHGIQGDAHEVLTLVLDAVIRGTNKNHNKKCNYYDPDGNEDLKDAYEKSRS
AKLVGLDSPFEQCIETTEISRTVCTHCGYTSIGFQHGIGLSLPLPSAPDSGLVSPASADNKIAYDSSTSLTHIVVYVQDK
CKSIHEFRFYIPTKCLHIDCIHRELEDIYREMIYNSLISFSRKQNLFDDFLITAYSHEFDLTDLDVIVRTILSYHYRNDE
EYIRSAHSQVELSLCSDSGEEENSLQDNVGRVTDAADPTAKDDMHLSSLTYEPITFGNEEIEKVSRRVSEFSGELGADHL
IIITMLHASPCSYDNHKQHKYLTNISSLSRPTPQLLKVAISLCIDPVNLGDSGSCQSRSSCPDPQQTATPLEFCTSTLAF



SYFNPCDDSQLTKSPALTGINDIVKVGLRLLLFQYDLYLRNTYTDLPRSLLSTLLSSESYTINPYLEPENSSDPLAKSTI
RYILKSSKLELIDSILNDTKGASNTVCFQELFKPAIGLFMQKCHTQTYKTKQFWSLDDCFKEYAKSSIIEGWRCGKENHQ
NPSGKNSSTLYKAPPYLIIHLKRFDQVFDNCGRFYLVKKEDNVCYPHVLDISPYIEDQSDTDPKKYMLTAVICHYGSTNY
GHYFAYILSKETGEWWEANDERVIPVPKVRVITPLAYILLYRRISGDLDNTEREARKKHRTRTGKVDKEQSRRQDMADIY
NECQTYNPPHSPQGYEDNE                                                             
>Glam_XP_001706522                                                              
MNILADDDFVSPCGHMNLKIRTLKRLILANKSAFMDKNATCAASRCNKSWKSLWMCCTCGRFFCGYTDNEHAKDHYNQDH
HAIFFHLTCHDLWCYNCNSYKTSNPWLATIKPLTTITKDKLIKLEQATAGSVQVDGSRVADVNLHQEGQAVSRQLGRPAQ
NKPKITTLENMLLHLNGTASFSHYNMAISQPKSERIGSTGASVQALVHAKCFAKVPIHSHANTCYLNGILQVLAHLPPFA
QYFIALQPILQSLDAGIYTNLLQQFTLTMVALQLVTDASIPPFVNPIPKLSGKRLNIEALSIALFSFLPSHALGDLHDAH
EIQMALFGLLNDALRFSLPPQAYLNENLFAFFADNLSGNRHTIFSIFSRNNSEEALLHLFKRDILAVSPFTENVLRENHH
LLEVYLNACGSSSSVSSTNSMESSNPAQNGSTCGQSDHFSYLSNPPQLAFAHLIHTFPPTQDASQAPSINHQYSEIYRRS
TFFDYVFKWVRCTTHEQISPSVSQESGSTATTGSIRPLYDAFGMPVASYSSEIRQIFNYSNTKPQTLVTQCFRGISQTLR
KCSRCGSHRTRYEPFFDLLVPYNPEKTFLEELGALFSEEECSGLHCDTCGAETHGTTHLSLYMCPDVLITLQKQGHYGAS
FKQETQRSQSSTSSHFTAHGSQLTALSSFSLADYLSSTSPHKKYKVLMTIDVGTDFKIRAFLENFIQYQMYKKLSHEIVI
LIYEIVMKSASFLYNDSVTIVVAAMEYILRRFKASRILTSSAGICEAEVTEALELLAQIPTGFNLTAISPNVIEYFTALL
STHMLYIFNCTFYILLLLSQNKLAEVEKILEDFIVDAPGALEFLRRRPLERQSGRAHLLYMLFTIVLTDIQVIFSQFKMI
NNYKARWVRQIDPNDSAIQNDMKSELEYNIKRTALYKLFHKLPDKCTDKFSQLFADVDIWKAGSTTYELASLIVHCNGNH
YVAYIKGNVQQEGADAKYDVQSGVSQDIQSAGPPPTGVSTLPSVSSNDPFSNKPSFGSHVGPSATPDNELRSMGIPDVST
SVKTSPPNTWYCFNDDKVTRVTNPPISNASILYFIKSRSPLVEALKGYIWTELCSYLKGSGSSAPEWMTRIMTERADCIG
ILEILLGSHALLSTALSTAYLDYDLSADFIYSFHNLHWPSLRGCSGHIPTGIDHSGPWSVSTVLSYTLQPAQLAKRYPIP
GCFYYSISAIFDGSLTDYLERDNYDSYSLKVKPNKKMEEALAREKALYNDIMATVSAGSLSGGEYLLSSDWMGDWGEYLF
SGKKKPLALDNTPLLAPESDALTPTLKPDLLKDLDYILLTSQHWHDLCRCYPSKVGHELPRNLLP               
>Glam_XP_001706292                                                              
MSNDSVPITLQVFFNGSPYTVTVNAQDNVSAVCAAISPLVGINPNALCILSETWVGALQHDIPLTYFHVQNGTKIYCFGS
NEVAAVTRAEVNGTIDDLDGDGALKEEILASGIENVGNTCFFGAALQCLFRCTVLRTVLLYMLPARALEHCDLFVRALSS
AFQTLDKKQTAVNPKELLTLFGTLHPSLIKPQLNGYAMQDAQETLSQVLNDLSLALPVSSLGVMNTAGYLAKDYLELRNA
MLSSLEDGGSENSVVDCLFNMKVEYHTDEIGQKPVSTDSKYFLGINLTDKCYSLLDQLDKEMGEEEIIINGEQHKRISRF
NFLPPYLFVVINRFLWEEQAQRRLKINRRFTFPFAVDLYRYCSAGLQTSLDSLAAEREDAPASTVGSANYVLVSVIAHHG
LGAESGHYITFSRIKDNLWVKLNDASVTEVTTEDIEALAGGSPTFVAYVLLYEYTAIGL                     
>Glam_XP_001710261                                                              
MEPAVDSVDRDKRGEWGDPTQDVSRVGHVGLLNLGNTCFMNSGLQVLLSSKHLIGAIMKLREREQSDFNGTRVNGREMQD
AFQNLIDASRGNMTDIYRPDKIKDAASRLNKSFRGYGQQDSFELIQTVLDGLEKETNKAKEVPYKLLDTDGMGYSKAQEL
FREHHHMKYDSPITKVTCTELAKCVMCTKCRAKSYSFSYCQALLLDLPIKESRTEVKKTKKDEKQDRGSGNRLSLSALIN
NSEKVYTVDNYYCAKCKTHQRVHVREWISEPAKCLIIQLKRFRNEGHSVLPRFLWRYSKNDSSVEYEDTLEIQSLEFEQD
GVEKDDMQPDRAYSGSEVDSSADPTVWETPLHDDSSSEHVVQGMIATALDAKAPHVRSYKYRYRGASLHSGGLGGGHYTA
LCYGCNDKYYYCNDSSVTVVDRGKLDTRAYVLLFDRVDC                                         
>Glam_XP_001708503                                                              
MHSAGFHVQDPAVSSQRFVPMPLKFIEKAIGQHEVSLGADQGLFKITIADQDSTCLTSDAPRPTCYVTSPELVRDALSGP
LLGPAELSKCFVVGMHNHGVTCYVNACIQMLQASVHAMKLLISTQYRGLLAKDQLSRAVFSTLDDLRDAARSSHRSSGAS
YGTMYPKQIINQLPRFHMSPYSMGDAYELLLLILDNISTAEIRVARADEYVPPNRDTTAIDQLFGQLQRTTISCSTCKKD
TISYSLTRSLQLPLNTSLYGAMKKYFRGSEVDGYRCEKCGQKTKISMVQNICNTPTIALFCISRWDSYGMKNSQPCACPL
ELDMSRGLSRDIVEPLAPKHSKQKKHGKQRGSLASMLANPDKHIGAPSTVTHRLVAMINHHGSTMNSGHYTAFVRDVTSG
VWYLVDDSIVTRASEAEVSAGTDAYVLLYEKADISVRGAAVAHEVIASVHEDEEILSSLPSSAQQNTKKTSTVAASSIVE
GNNPVDTPPRRSSKMCTDPSSLEKVLYPNKVETWTGEDLPPEILTAKAPNGELALVSDYLHRGPDEMDAEIDRGRRRKTK
AIREENHRQHTLEARKKKHERTQQWKKRIASRTIVNIFKRIRKQ                                    
>Tcru_XP_807112                                                                 
MATVKVKWGKELLELTVSLQSTVGAFKEKLQQLTQVPAERQKIMGLKANASKDDATLSQVGVTDGKTLMLLGAAAEPPQT
KEPPPSPAAASNTTAVQAPAAATRTPTGLRNIANTCYMNAAVQMLHLVPELIELLQSRKNDTLLHSMGELYKTMEANKDP
VTPLLFWNALIMQNSTFGEVDEHGHPMQHDAQEVLNTILQQLNNGIQETHKNLFSGTMKRTSVCKEIPDDVSEASDLPFL
MLSCNINAEVQMLETGLYASFNETIPVRSEKLAREVLYSRTSRISILPEYLFVHLVRFSWRADTQKKAKILKPVSFPLVL
DTFTLCTDALKESMQEERGRVLARRDKELERRRQARQKTQFDVTTNAEEVSTGAMAGDAHNIGNKSGYYELCGVISHKGR
SAESGHYVFWGKPEDQWFVYDDEHVASVTEEDVKRLSGVGEAHIAYVLMYRSRDPRTKATTIPL                
>Tcru_XP_821130                                                                 
MSCFQLDCECDYKEFKRTIYYHAEDFTIPDCSPASHFSVCERVYEKAVKELKARNFDLAAFYFARCMSIIERANLRPQVS
GAKKLMWNCLEALERLDKNELLEHHSKLLQKVRQHEEERKRIVEQQLLPDEGEQESLEDRHLRRQQELLLNENTVVDDAL
KRIRNVQIPTPYSQTNKDVQPYWHKPSVEQLEIKKNQIAPPRRIPTISPNAYLVWKFNVGSFSVSTPRRGMVNLGNTCYL
NSVTQMLSVTSLGAYFLRDDYTKDIVGADKGEVRLVNSFTYILRELHRTDFATPASPSHFKDSIGGLYTSFLGYSQQDAN
EFLRLLLDGIHNSLNDRKRLDNNISEVDTTNGSDVEISGRTWSQYKQKNNSVIVDECAFQERSSIVCPSCHQISRTFTPS
LGLEVPIPSSSGRVSIEDCLKAYCKEEVLDSESLYTCPSCKQRVNASKQLLIYSLPRILFLTMKRFRSYGDFSNKVLEPV
VFQKELNMSPFMCSPGKNTNYTLVGVVNHRGNIHGGHYTADCLGADGIWFSFSDERVSRADSPDFQLAYILCYRRSD   
>Tcru_XP_820712                                                                 



MGDQAPNTDLGPLIGDALTKVNNDILFTDDSALPGTEKLHAYSSSVASWSSPITAVGNGTCETSPTVEAFFPLPTHAPIS
PAEAYVRAIMRGMEELQEDGGILKSISRARNEVSPFKDGMAVFEVSWFAAMRDLALSSMKAARMHLQSSAAELELPPDGK
AEIDVEVARKSFLLHLGEMTEKMVQRYYYQMFFCRRRFPPELQLLFGQLNERLTQNLLATSTGFPKLLAASSVEELDAVL
IHDFDVWISHYFPYFKHAISSGRPMQLIWGENNSLKKEEVAFQVYTTATRVNLKKNNNRLKKGALFPVKWMDELLHWLCS
SEDAALPPPGPFDTLQLVELSSDRPVKHILREGSPESDVIPEELFDLFWGLFGGGPKYLVEGVFSMQRNIEERLSPPRVS
LAFFFEDMGCQPLVLKRVLHRAEVSEVMRRALRKFQKRHHNCRDSEGGKLDAELWYAALCAENGVNMYVTHVRGVLLEEP
QLVSNQRTTSVGDVVGQMRQIVPTETNTEAPELQFLLRLQEKIDRLTLEARGVCGLPNIGNTCYMNSALQCLSNIRSMRR
ALFFLPLSEYVNPVVTREMVCLLIDMWSGMQQSVDTHGLKTAIGRAVSRFDSYEQQDAMEFIEALLDCMHEEMNTVSAKR
YREVLDSDASIPTQRMSEIFWKDFLNNNRSFIPHLFFFQTKTRLECLTCGALTTLFENNLSLTATVVTPAKKRTLEVIVL
LPTGKRVRLRLKVTCDKKGDVYTTDIVRELTEKFCSENVVAVSTRVHAFSAPPISFYAGDDDGNMNGNISSSENSGEKNN
KGDEEEVDVGGSVLDGYRLIIHGDDAKPLPATDELLYAAAVPVATELDSKREDVPEEQETQKRAEKDETRDEEEVRVWYF
LKGRRTSVYALHEPCYVEWLPAKVFSDYSSLARHLHERGRELGRRFLKERFPSMDEMQAPALDPITGEQLTGDDRRQIRV
LYQTHRHDTSHLIILDDSEDEWMKFGGMNAICQHSGESRVLLEYDDFLLAPNESFQCMLHPSVCTPRRHSIRGFLPHFNE
MDNAVTLEECLESTYSPDILAGDNARECSKCKARRDSKIERRPFLMPPCLIISLKRFRVHMEEASKNNTRVAFPMELDMT
PYMDPESPVQNAKYSLRGVVTHRGGINHGHYTATALNDSCKRWVQYDDWRTSFLEGPSTKDAFILCYEREEVEADRSRQS
TGETSRL                                                                         
>Tcru_XP_820294                                                                 
MNDPNDKFMAPPIGIEERTGGSCTSTDVSSPGTIPPSTSLESGQDMETALWPVEQQGGNNNSVIFDVGNSVEARLAQEAV
ANVPFPSSGLINEGCTCYLNSLLQLLFHLGYFRAAVYRMPEEGEEEDGSCSISEALKELFFHMQERTTPGHTKKLTAAFG
WTERELFIQHDIQEMATLLRDNLEEKMKGTVTEGAINQLFEGRGEQVVMTLDKTYVSRSRDIFYDIHLPLSPHVTLIESL
RSLTVKEQLVGDNKYRVEELGKEPEYKDAEKSYEFCRFPPVIWFHLKRFEMNLMSPSLEMKKVNNRLEFPVELCLQEFEK
GGENCEVGKRQNEEPKGNTGNHAEEMIEKQKRQQQQQPFSTNSPAIYDLQGVIVHRGSVRSGHYYCYIRQWDPVQESFVR
WIEYDDDKVTVVSEDLAVSNNFGGCVTRQGRQSSVMATNNAYILSYVRRADCAKVLASPSADSIPQRVWNAFQREVLEDN
RRLQMENEQRRKMNLVIFTDELIREHVEQFQSETFPRDIRASAKLGIELGIEKRDPVRLVYEVIAAHKQLKSLQLNPGEF
RLWRSIANRSIRPNLPLKTYEACGDTLMAEYLDKGEELNSPMTSIFVYLQLPTMLPPFPVTDATSFILQSQKSEEVNEIA
CSILLRQSVKLDSVNLYLEYGCYRRSQFFVYLELRSEEGFLLEYKDRGYTNERTVFNFKVNPELQNILGLVYRIEMPKAA
ASVRVREIRLGAPATALPTLQPTYHPGEAVLPEANEENVLIFFKYFNYITCRLIYAGSAIVPLTATIEACGNVLRQLLDE
DGATTEPIQMLEEKHATVRPLRNDETIASARITSAAVLIGQREETPLVCRYPRVEEYLNAILHAILVRIVHIKFEKNTTP
HLWMFDSSGTSINGGSVISTSSSGSSSSNINFNTTGRSGSAGGGGGGGGDNNSNSSGILVGSDREGGVVGDSSVVEFVLC
TKDEEKECCDTSFYASRRFDVNEIYMRSMNTQWSYAEVCEVIGAASGFDPNYIRLYRGDANAREQVSPEADPSPSTMSFG
ELLGGGRNCVLFFEVLPKPRRVIEAMPRVIVTVRTETNEPLYTEKIVMRQNASFGDLVRGTLERCSRMLRRRIATTAAAA
AKDGNSGRINKSCDGFDINSANMGDGVAVPFRIASHYVIVVVDVGVGTIRKIIEAPMTPDGKCNCGLPIKAEREPLTLSL
LPAQPLMENEFRLACCHGDWPGDMYGCQPFIFGQPFFVTINNATTVSGAREVLLEYSGVPPDEVASSRYGVVMYTDIVRH
FPNWNERLYLYWKNTENSSGRIPTLLLNHKRPREKPGSRYVVQNNPALRISKK                           
>Tcru_XP_820223                                                                 
MLCSCTERVDPQRLRVKFANAWLKEGVLTSEPLTMYCTLCEQRGLMSGKTKSKTKLHGFSIFRKTRDEADGSGENALDDL
FLCFTCTMCFCAAHAKIHEEEQRRAAMAGNSNRGKRHFLFFAVPFWAKTVGTYTPSGKNKTLFPTFHVDDLEHIRESGPL
TLEKEAAIVFRPSGDSHGWVYNVWCTHCSEKPAPLRFSEFQESDPLHVHIKLLGDIIARLRFLFYEGIRIELPAEWSALN
QGNFHTGESSSYPRACGDIYANRNTLHDLDVHASGTSSMGTSSFALRGSKGDGEALVLAHVAGIENHRNTCYFNSVLQCV
LKCRFFTRPLLSLDVGALPGPLSYRIYAMARHLSEQTLADVQTRAVYPFARAVLRCLCELAPLFAEDDQQDSQELFLCMI
NGVADEFDKGKSEEEKKKGPRLSFEGVMRTEVVCTQCESRFPREELFMALSVPVEDSIESGLRKLFRPMHLREKDQYACE
RCFKGLTKAEQERHNAAIRAENERKEKAKKKASAEEKRSLNCVYSDAVVSTSISRLGGTLALHLLRFQSDGRDFQKVTRS
VAFPMSLDLAPFVSKDVLREYEMARGLSALQARFPHVQRDRLLRFFEHASGDLQKAERMLIGMEEKGALNGEDDALLEFK
AGQGASDGSMPGITTCRSSGHTSCDVSPAGFSPVSSVMKTNDVVGEGQEPLPALKRELVGIVAHRGSLHGGHYIAYVRDD
SRPNSWFRCDDEDVERVDKEYVLRCQSEVYMLFYE                                             
>Tcru_XP_820167                                                                 
MVCTSGNASSHCSFSSMQQQQRQQQNLLFAVERLMTATYPPARFEPRPKILLRRKIDVINCITRRVRRISQGLMDDKCSF
ENRRALAHTIVHSALQAAYPNCRRDIFVASPCEEAKGSSLHADTIAEAFLCDTATYADPLIYASVLSSFIVYGVDFASSR
HGPRVDSADKNNVAPPLPSLDTALYCLHKAVKAIYVKMIMSIGGPTLRYADENNILTRKPCPGEFMESFHALANGYTLIS
LLRFFAEEEVVEGGNAGEETSTADPLHRDKPLRYTTAVLYRLFDVEIGLASQEASLLSSSSLLVPSISSTLASGFKSAIN
AYSAAGIKWNLSNKTNLKEARKLLFRFPPLVRAMVVLMAYYCRHFPALYHSVVKIVEAPFILDQFVHSALLYFPMRSQEE
MERERSMFCEKTNRSVVGTVKEVNGSEPANDAWLKALTTSDCGESVGVHPEEEEETLFPELLKRRRMHAFWRMNSILKDS
SLPKKTVLPQSTETRELPFACVGLLNVGNTCFVNSFTQLFFAARHFRMDLLRETTPRIVPLLLNSFNETAPGDEHERRGI
IRHRPITGPQVTTGFVLLMLQMHWMVTHGLSGGVVDTKFFRDVLPEPFNDGFQHDASEYGKVLMELLDNSSASEALWNAP
VVEEEDDNDDDCDDIVGRRAYSLPQECEEYEHKMKRNREEQESLGGGGGKFTASSLSAIAHTHSEINKRRERKHNGHGHG
HGSGSGVGVGLSTVVARWFGGVTASLIECMTCHHTRTQLSPFWDISVPLRREEEEERPQTCPAEVVSHERENLEGNAHVL
RSEDGHIAITNYYVHDADVAGVPVAQGEEEEEQRQQPSLQELLESVLNYQDSGELLHGENMTYCESCRRREPVILRTAVH
TTCRRALPLAENRMHGAHGQMQEKDIEGVPFYLTLQLNRFQYVRETGNHEKVMDKVTINKVISVPVRVAMRGIGRMGEED
EEDVGDAGEVVHERIHYRLIAVLVHSGSSPRSGHYFTLLRSQVDGEMAEEDEDTRDSWVLANDSIVSFLDAETAENVLSG
ASGIFGRSETPYIILYERCGYLSPATDDLDIPAAIEQLLRELVKPGNHAPPSSEGNKGNDRDDHGGDGGSGGDKDSGADI
FGPCSTFWDDGAPIF                                                                 
>Tcru_XP_819431                                                                 



MGVNSSKGGKLKRELSPQNEPIHSLHARGISLTSEAELSVSVPKIRPLPLKIDTTSNHNGSSSSVGEAGGGDARKNGING
TSGKGAAEALFTSPECSCNPTDNLRPPLSPKNLFCPTSPIPTYSSELSVALPSTPMLRSYRLHSFSQQESTLSSPLSPGL
SSPPIHTRFLEINGYPAGLENYGNTCYCNAVIQLLYHCSPLRLRLLELYQIYAKGAGHTGFEEDTLLALVVDLFAKMHKA
NNQKRYRKDAIAPKALISSIKEQNAAFNNTLQQDAHEFTMFLLSKMIETEKRMMGDEKNRALFFGAKKGKGPKWWNVLRR
GRKRDGSWQATGVGEVQEEDVELPPALRDGNDVPRPANAPSGSGDASDARMAATFTAAAAAATRTTTAAEADWSAVSPIQ
VIFGGQFASLTACFECERTKTTREVFLDLSLDIEQGSSLLRCVSNFGSPELFYGANKLHCEHCKKHVVAQKLLRVHRLPE
YALLVHLKRFEYNEKTGKLTKRSDHVAVPNEIDVVEYEPWDDSNGASKTGVSECDSHAPCPPGSPSVAVEARTVAEGEDE
ASAPRPSVHLMNKLDGVVHRKGRFALSGFVTHLGEGPDVGHYFTCVRHGGRWCLFNDATVTELTEYEVQKFWGVPIPVSG
VVTATAYILLYERVA                                                                 
>Tcru_XP_818571                                                                 
MVCTSGNASSHCSFSSMQQQQRQQQNLLFGVERLMTATYPPARFEPRPKILLRRKIDVINCITRRVRRISQGLMDEKCSF
ENRRALAHTIVHSALQAAYPNCRRDIFVASPCEEAQGSSLHAETIAEAFLCDTATYADPLIYASVLSSFIVYGVDFASSR
HGPRVDSADKNNVAPPLPSLDAALYCLHKAVKAIYVKMIMSIGGPTLRYADENNILTRKPCPGEFMESFHALANGYTLIS
LLRFFAEEEVVKGGNAGEETSTADPLHRDKPLRYTTAVLYRLFDVELGLASQESSLLSSSSLLVPSISSTFASGFKSAIN
AYSAAGIKWNLSNKTNLKEARKLLFRFPPLVRAMVVLMAYYCRHFPALYHSVVKIVEAPFILDQFVHSALLYFPMRSQEE
MERERSMFCEGKKRSVVGTVKEVNGSEPANEAWLKALTTSDRGESGGAHPEEEEETLFPELLKRRRMHAFWRMNSILKDS
SLPKKTVLPQSTETRELPFACVGLLNVGNTCFVNSFTQLFFAARHFRMDLLRETTPRIVPLLLNSFNETAPGDEHERRGI
IRHRPITGPQVTTGFVLLMLQMHWMVTHGLSGGVVDTKFFRDVLPEPFNDGFQHDASEYGKVLMELLDNSSASEALWNAP
VVEEEDDNDDDGDDIVGRRAYSLQRECEEYEHKTKRNREEQESLGGGGEKFTANSLSAIAHTHTEINKRRERKHNGHGHG
SSNGVGVGLSTVVARWFGGVTASLIECMTCHHTRTQLSPFWDISVPLRREEEEERPRTCPAEVVSHESKNLEGNAHVLRS
EDGHIAITNYYVHDADVAGVPVAQEEEEEEQRQQPSLQELLESVLNYQDSGELLHGDNMTYCESCRRREPVILRTAVHAT
CRRALPLAENHMHGAHGQLQEKDIEGVPFYLTLQLNRFQYVRETGNHEKVMDEVTINKVISVPVRVAMRGIGRMGEEDEE
DAGDAGEVVHERIHYRLIAVLVHSGSSPRSGHYFTLLRSQVDGEKAEEDEDTRDSWVLANDSIVSFLDAETAENVLSGAS
GIFGRSETPYIILYERCGYLSPATDDLDIPAAIEQLLRELVKPGNHAPPSSEGNKGNDRDDHGGDGGSGGDRDGGADIFG
PCSTFWGDGAPIF                                                                   
>Tcru_XP_817696                                                                 
MMLYESNDELADDMEEKLPYVGLVNQGSTCYLNSVIQALFHLPSFRQTLYFMAHPERDPIILALRNIFSQLHCATPLVST
KELTDAFGWGANDAWVQHDVHEMMQKLFDRLETICKGTPQENFIRDLFYGELTYITRAVDGVDYISYRNEGFYDVELLVK
NMDTIYESFELWAKPERIEGVSLEITKGGPCTSHTVERSQRFVRLPPVLLIHPNRAEFSMETFTVRTLPGKWTFPTSLNL
EPYVLPMELEKNGGTGLSPFYELRSIVVHQGIAENGHYFAYVRFGDQWVCFNDMYVFRVSEEAVMTSASCSSDTESLNKG
SNERASLLVYVNTSVSKDILTEDFVPTHIKAVAEEILAERERIQRERCETVTFRYITERESLVEALDDPYDPPVNVKSTS
VPTFFSIEEVHAAIAEDIGQSPDRIRVWMYDGGIAADVFEAHLHNDTNRREILFVEILPDKKEKFSQMSVENAFFALVRI
IHEDSLGPCKIIHTRKDLERLIGESEEENKCLICLQGPSLWEVSVDRVLVGGNVILCPVSMKKEHALELLRQRKFKEVEV
LLLDRRGTGMWTPTGTIRLDAKSSYVDAQKKVYEHLVAAHHSPPISPEYIGFHCAGSHARNPSIAVFPPSFLGSMKEGMV
SLLWHGEDTMELFVTLLPAPLSSIDTLRVVLLNVGGGIRPAVHVEGRSYKLGELFRLAMQQTSSCLPTDLFNYIMYRLQK
RIPVLRLIMIPNEKNQRVFENEDDEVLECIGLYVMDVLAEIRKGFFRVDVVFYDRRSGEGRFGFPTNIALTESYKETGME
IAQRVAEKIKATVSVEEIGRWIVAVKGKSGVIRTVGPKEVLKSIMKDLNEELECLMIDRPRSLLIDGVDDVRQGIEHSII
IKDPSLQDSRSKSAQHGEM                                                             
>Tcru_XP_822043                                                                 
MKPPFNITDEACAHCWDESVMLVPNHRSAVHKEECAYCCRTCRHEMGTLVCMCCHMGLCVEHVQKHTLNCPTHVMYVWIK
ELPAKDEDAGGSKDVNKLGVLAPKEYENALCCAACAKSFVSPPELTIDCYQWIINATSTGAQAAIEPEGVASMRLQCPHL
VCLEQLPSPFQTAPTSSDKCALDGCECRLNNWMCMTCGTIGCPREEAGGNGHALQHYMHTMHPVVVKLGTVTPSGADFYC
YLCDDEVSDVHFANHMQHFGIDIQTAKKTAKTLGEMQYDYSCQFDFKRITENGDSLVPAFGPGRTGMHNFGNSCYMASVL
QCLFSLEPFKEAFYYNCETRHQNACQENPYKCHCCQTERVASGLLSGEFSVEGQELTNGITAREFKRVFAQKHPDFSTAE
QQDAQEYFLYLVEQMRRYVKPSNIVGANISHPVDIFKMTVEHRVQCGSCHKVRYTRETDCCLSLPIPLDPNLKNSDGNPK
QTEEEIFASRPHISLDACLGSLMQATDIDCRCSACGIPVTYCKTTRLRTFPDVLPIFLRRAQFDMGTMSVKKLDVFVDVP
LELDLEFLRGKGLQSDEVSMPEAQEDLPHKPTSSSMKTVDEEALAMLLSMGIEETVARYALLQTGMNAERAVDYVFSHEN
IAEEAGLAEISATASESQPAHVLDGPAKYRLHAMISHVGASAKTGHYVCHICDAQTGKWLLFNDEKVAESLNPPFSMAFL
YFYKRVGK                                                                        
>Tcru_XP_821344                                                                 
MPDLTSIMNGREEEGNEMHVVSLRTTPASAPLFETPFILCPLVNLGNTCYFNAGVQLFANCIPFVYGLRNSPFRHPFLGS
RALKYCRTGGKASQALFQAFAELLYDMEFARLGQGEALSPLKALDCLAAVHPAFEGRGQQDCPEMVNVLIANLSEEGRQN
VELEALLCSFEEDALTRAASDAVLVDVVGRDNIPNSHSTVGMDFRSMPHEHPTGVLINEETLKLCSHSVTDKEEKIEIPS
SFLFAGKPNMLSFNFPGSWWTYNTFQLMQTVNHDNEQLDRKERARKDRPQQNTFCPPKLHYNSVTDCFTGYMLSEVQCHT
CNSTSRIVEEFSSLTIDVSSYSQRMQYARRHPEARCSAEQRPFMQQKSRGPLQWWNPFVWIGALTRFFFSFFKGFSDYID
YPITLKECLDIHFEPVVLKGSNSYHCASCNNVSEATKREFLLSLPEYLLLQMKRFEYGTCFNTKKTDPVIFPVSWDIGEA
GDADVLRLDDYMHESVMRNMAPSVPCRSIISTDICTDAIENMTNPMHTQQVDSPISESMEGAYTEMQSPIYTYTLENVVN
HHGSIMGGHYTVYARKKTEEENVWLSLNDEEITRVGVNEVADSEEYLLLYKKQPLQPRSEAVLTLRRKAQSLLSLPPSDG
EVLLKEEFTDRHEKRDAKGKRVVYISRPWLQRMAFMEEPGPILNRLCYCIGEDQGHKANSRQEVEGSHNRICRMSHGPPV
EWFYVPLRCDEYDAFYKMYGGNTALTQREYEELYEAQHQVA                                       
>Tcru_XP_817173                                                                 
MSAPAIRHGGPSGRLPTRQGHHFMLTAEPPGRPFATSATTPNVPKTTLPSYPGMHRLYSRPFRGEPQFLGVSSSSHILPS



TLHGQEDRRWNSMRSHSHRPPLLSLRGRPPQLQPLLAPSAPAIGFARQASSTSEMQMPRTSEHQSPIPLRNFGNTCYMNA
TIQCILHSPWLFSSLAEANAWSKRRLATSALLELGAARVDAPGQLLLTVKGEAAKFNAEFQDNGQSDAHEFLRTFLFVVH
SEINTSGGHNTPYEELKEVENESEEEAMRRWQEHYLRVDNSIIYDLFGGVMRSRCVCSSCGKVSLTFDPFLDLSLPMIPG
ARKAATIESMLKISFDEAEEKLRGGNQLLCARCRRLRNGTRSVKIIRWPKILVLHLKRFDDTGKKNSEPVVFPESFMTHD
NSPMQYQLYGVVCHSGSENWGHYTSYVRTLSGRWYHCNDAVISLSTVTEAMQALTTAYILFYSVK               
>Tcru_XP_817039                                                                 
MPDLTSIMNGREEEGNEMHVVSLRTTPASASLFETPFILCPLVNLGNTCYFNAGVQLFANCIPFVYGLRNSPFRHPFIGS
RALKYCRTGGKASQALFQAFAELLYDMEFARLGQGEALSPLKALDCLAAVHPAFEGRGQQDCPEMVNVLIANLSEEGRQN
VELEALLRSFEEDALTRAASDAVLVDVVGRDNIPNSHSTVGMDFRSMPHEHATGVLIKEETLKLCSHSAMDKEEKIEIPP
SFLFAEKPNMLSFNFPGSWWTYNTFQLMQTVNHDNERLDRKERARKDRPQQNTFCPPKLHYNSVTDCFTGYMLSEVQCHT
CNSTSRIVEEFSSLTIDVSSYSQRMQYARRHPEARCSAEQRPFMQQKSRGPLQWWNPFVWIGALTRFFFSFFKGFSDYID
YPITLKECLDIHFEPVVLKGSNSYHCASCDNVSEATKREFLLSLPEYLLLQMKRFEYGTCFNTKKTDPVIFPVSWDIGEA
GDADALRLSDYVHESVMRYMAPSVPCRSIISTDICTNAIENMTNPMHTQQVDSPISESMEGAYTEMQSPIYTYTLENVVN
HHGSIMGGHYTVYARKKTEEENVWLSVNDEEITRVGVNEVADSEEYLLLYKKQPLQPRSEAVLTLRRKAQCLLSLPPSDG
KVLQKEEFTDRHDKRDAKGKRVVYISRPWLQRMAFMEEPGPILNRLCYCIGEDQGHKANSRQEVQGSHNRRGRMSHGLPV
EWFYVPLRCDEYDAFYKMYGGNTALTQREYEELYEAQHQVS                                       
>Tcru_XP_815953                                                                 
MSGASTGPPGSIVVAAKGKRKKNDGRGWAQRGGATSTKPRNLPVESLNLEEVYHSIVAPSSVGRQKLAFATAFNPPPFAR
GILNNSNYCFMNATAQALVFLPPFAQLAISAVVEAELCPTLATLGKWMLSYWARAPNQLVPPLSLPKAVRGQTASSAAPS
NWGKMDGSSQEDATEFMHHLLEVIQTELCALEGSYSESPTGRIRDPNTSLEGNSEKKGWTFVKGRERLSVREHCDKSRSV
LLDAVFGGAVENHLKGKSKLKDHASVLVEGFFLLQVDVGFSAECSLEMALERSLQRERVYDSARAKDLLKTMKLRRLPTV
LLLQLQRWAVTAEGELVKLDNLVRFSKTLVLPKSTCSDNTVSNAARTYELVAFIAHRGKATERGHYVAYLANASLPTLAT
SQGDAALTFCNDAKVHTVTMREAIEGEAVYLLVYQRKK                                          
>Tcru_XP_815531                                                                 
MEFMNGSNGFVGRDVIFRPIQFERYRKPSVVSYPRHAIVLNPHHTREVAHDGRAKDNADEASSNESEQSERSDIDEDDPL
HIEEEQMLCRNEQLRQLLHLRWRHVGPAGCGLENMGNTCFVNSVLQAIAYTPALAQYFAGTFKAPCSHVVGAPYDYAYAL
GETIRNIHTPSNRARRAALLVSNLKGLFPHFQLGRQGDAHEFAVQLLHACHRSILFRQIGSRKVSSCIEQTSTLQRVIGG
YLCSVVAWSRQEEIHRLIKAGKIQEAADLKLSSRGSSSDVLVSNTYDPFVTLSVEVVGQTLDHCLAKLCQEEKLCRHSYV
SPRGVAVQATKRFQLHKLPPVLIIHMKRFNCMGGKVTKYIQYPKKLNLAPFCTDKAMKANAAVRRNAGGDEKDSSCLYEL
NAICIHEGNLLVYGHYYSVVRARNGMWLLCNDERVSYCDEERALRQQAYMLFYSRVEPSSLGAKYTQKKETRTPQPLDRR
PVGEAATGRMTTSMLPGSVREGAEEDMGRPLSEEEVRRMMRKKAAAKQPSPDEGKKEEGVHRGQLNGQREMSSAHASSSS
SDEADEHPSLMSGGVLKNVVSSAPVNGKRETSALQNGHLNSRYCGIVKAIRQRTAPPALVTTATTTTRAQTMDEMTMAKE
AKREAIVGGHVMEVLEEMKQQSVPITVARPRHAPKFCQRVRDPMWEMEMDRGRVKRVRAKREEHVGENKFQKAEIAFDSR
GRRHRNA                                                                         
>Tcru_XP_813342                                                                 
MLNVLDIVRHVFWNDQLFDRDLLPPEADLEKCQTTLADLATMTGAERIAVFRECGIHNSLHPVFLRALQRLTAIHGSGKI
ADNYMLHHHLSAHNWSPSLSSAHLLGYSFVNSEAFSTEKVDGPIPRPKGKMVLDSGGAISKTKYNGLLNQGATCYLNSLL
QALFHISEFRWTIYQMPTGEEAEEKNDTGVKRTKSIPYALQRLFCLLQRGNEAVDTTELTESFGWSSTDSFIQHDVHEMT
CKLLDNLENKLNHVQQSEKGDHSSHTKNNAISQLFVGVLENFVCVDEVGYHGSREELFYDLQLVVKNTTDIYTSFERFFQ
VEVLDGKNKYCLENNGKKSYHRAEKGVRLKLTPPILLLHLARFDYDIERGETKVLSRWDYYNNLDLSKYMPHASKEDTDY
TLCSVLVHSGSDAGFGHYFCFLRCSDAWYRFNDEDVSPASLREVFGANFGGFKLNYWGSEVPNTTNAYMLVYIRTSQIGH
LLRSIGPEDVPWHVVRQLEWEQKEYERLLKERAEDHLYGKIYFIQPNDIEEEHEFLSCRRPQGKQFPTNTTFRVLLSTEA
LPAFQSFVEKQIGIPISEQLLWYPSERGENGHVFLHKQVIQGVTVSDILCGEKDCCVFVVTPSTVNYIEADGIEEGDSVK
YDLLHHKLYIPLHLKVVFLGCTVLAYKKRVTSAKAIQLMEPFIRKRITEIPADVNLRPNHHLTGGGSKCTIDPETSAAPS
NERPLGAWTVPPEKIEAEKREGLSVLCEYDHNAYSKCSPYLNSGDILVWQEAISEEDKSGVFYPDIVSFQQFLRRLVPVE
IKLNHPPSYSTLINTQLAENMTYEQLQRYVARLIGDPENYDRIRFTMHSPETKLPYFMKGRKKDRPTLGKLLSPPVPRYV
ALSRYLYYEYCKYTVTEIEAAHSLQFKLFNERVKPISQHWILMPREIPITPVELFSTCVREIQEVKSNSVHSFPTTPVLP
KTEKEKELQERDVLDSDMMFYQDLDPDGAWKELRLVDVWRGRIYNVFDKDHPRTFENSTFEESAEYRIEKIPRPIEGVPL
QNQSLIHVHHFTMVRQRSNSVETHGDPFSIYIDHAEFAPGLLRRIAYKLGLSEAAVVDWKLALVRENYVVEVQPGVPLGK
QLFEFSLESQYQPNQQYPLKMAFLGLEHAPLLKRPVKRDSRVVILN                                  
>Tcru_XP_813218                                                                 
MEFMNGSNGFVGRDVIFRPIQFERYRKPSVVSYPRHAIVLNPHHTRQVAHDGRAKDNTDEASSNESEQSERSDIDDDDPL
HIEEEQMLCRNEQLRQLLHLRWRHVGPAGCGLENMGNTCFVNSVLQAIAYTPALAQYFAGTFKAPCSHVVGAPYDYAYAL
GETIRNIHTPSNRARRAALLVSNLKGLFPHFQLGRQGDAHEFAVQLLHACHRSILFRQIGSRKVSSCIEQTSTLQRVIGG
YLCSVVAWSRQEEIHRLIKAGKIQEAADLKLSSRGSSSDVLVSNTYDPFVTLSVEVVGQTLDHCLAKLCQEEKLCSHSYV
SPRGVGVQATKRFQLHKLPPVLIIHMKRFNCMGGKVTKYIQYPKELNLAPFCTHKGMKKKAADRRDAGGDEKDSSCLYEL
NAICIHEGNLLVYGHYYSVVRARNGMWLLCNDERVSYCDEERALRQQAYMLFYSRVEPSSLGAKYTQKKETRTPQLLDRR
PVGEAATGRMTTSMLPGSAREGAEEDMGRPLSEEEVRRMMRKKAAAKQQGPDEGKKEEGVHREQLNGQRETSSAYASSSS
SDEADEHPSRMSGGALKNVVSSAPVNGKRDTSALQNGHLNSRYCGIVKAIRQRTAPSALVATATTTTRAQTMDEMTMVKE
AKREAIVGGQVMEVLEEMKQQSVPSTVARPRHAPKFCQRVRDPMWEMEMDRGRVKRVRAKREEHVGENKFQKAEIAFDSR
GRRHRNA                                                                         
>Tcru_XP_813091                                                                 



MNVHWKPRGGAQASVGIINAVEFDPDVELLWVSDSFGRLMSFTTQSQTNTLTWTTYSSFLASTRPISGIFFLPLGGEKIV
TVADHNVIRGYKRGGALFMCRSLPPQSQDYIELFQAHGETGVVSFTGNAGLTRFSIGNEGNDGVVTVPLGESKVVALHQT
EKWVVTGSISGSIVVRDSSDLQLVGAVPSSRRRVLAMDAYDNTVVAAMVERSMTSSVRVYDLRKLSEPVITIGGIPSDSV
SQLRRYRDSFGISADRAFVLTPCGFHILQMDQTSPVFNSNGMVGDFCTSVSISPNGMCAAIGNDKGYFIALAHPATREDY
VMSRFEQPRRPVNPVFTQSWAEKKEGDTFAFFDESVPPAELASNWPPDNYMILSVPAPTRCLSVESRTILQNRWGFLRAD
SYLPDPKDKMALNLPDPFPFNLELGDDPAAVQGLLQEMKKNQKRRYFEFRDVAAGEYAPLEPASHVCYSSHHRFDWENYN
AIPQEVVGLDNSFPECWITTLLQSLYLCHLPECPVRKVLLHHLCTREYCVACETSFIFANMMMTSASGLNPIVQVANLIR
TMYKVPATASLFEPVKSRDEAIKRMHTAQLTLLEALHRGLQDEKAYPFMDHKPPCNDFEHSIAYLFGTEFSSGGRVHLEP
QFYWDVPSSALKVNEGLQHLLKQIESYRDQVQIKRLPPIIVLRLNPEGGTLKPPRCLHISREAQEDSNYVLCSNIIHLSD
DADDPGSFVSHQRILDDRFSLVNDYRVTAPMEEEELEESMPAFHSHRAVVAYYALDKLTAPPYSLHDGNRPPNMFEVLGP
LLVNDVLAKPLQRDPSAQRFKSPLASFYEIKPNDLIAIDAEYVVLSWNSRCIDAGMEVKLSHKTHMALARLSCVLSSAPG
DERTIVDDYVHTPEVIEDYVTQYSGIHPGDLDPLKSTKCLTSRKATYLKLRALVDRGVIFVGHGLYQDFRVCNIAVPPEQ
IIDTLMMFHKPGGRYLSLRFLAYHVLGERVQEDEHDSVEDARTSLRLYRKYQQLVSEGTFDAVLDKLLATGAETSWYVPE
GRDAFGASPALFASIPGSLLFPESPSTLVPAEAAKDDEFPSAS                                     
>Tcru_XP_813029                                                                 
MKYGRKVLEAESKRTENSRGYALQGDDGYLKHNQAFPLAHGSHSTSPMRKNAYTGVCGNDHADGDCADGDIREREGEKPY
SMGMSDHQIHRRYRTNHSNKDDALKQTNTQNSPASGRLLYSPVLKKNRVEAISPVNGGANDKATRAMSSTEARRGLFDMS
EKKSTGTGGETAVTPSRYAAPCYGKPNEGISPYASRAGGDHYAAPTINSRLKEYSSWKHAPLTLGLSLPDTHRKCSEPVT
AGTSLQKRSRWDLAWGDHDNNESTIGKMALTREGEGRAGVNTSTTGNTSTSIPSSLFGCSSKVAAGETARTSKNFTTPLT
APYIGMPKQISLAPSTSPPAAPPPTSAATATATAKTQLTSPPLRAAVSPHFSGAYRQYRLASESPQSGSQESPGYREKSP
YAAAGSSMFPGEAYYDTKRPESRFSLLYGASEKEAYALSSSVAKNSMLHRYSRGFYGPPLLDRGSSFLSGFINPHNDCYA
CSVLTLLLRSPYFCRALYDAHKLELSPKLSETPDSDAFSGDGTGDMGTMYTRWSFIPNKRHRGPSFNSVHQILLHFARLL
EKPEKIMYGIDMAPLRQFFSTSFFTGEQQDAHEFFLSVINKLEEESMEELKSRKAKKEKSDDGNNTMTSEYGANPMLNDE
NTGEGKEVENKIIIDSSLIWINKLIGGKLLNIIRCRNEGCGHEIVTKDSYINLCINLRIAETMKVDSTLTPPSPAADNRD
FAPDGPVGRSFSTPPEVKLDELLLRKTFERKSTINCCDDVQTLLDHNLRYVSIDKYTCDACGSSQNQDQGGSLLGPAPPI
LAIQLNRYYTVVNSYNDVRVVKDKTPVFINNELTLYALREEGQVDCDKKQLTPCVREAERVARLREQHAGKRHQQEREDT
GKLTIDPSGAGKNASNGSNVEQMDKKEKEEEEDAETHVDAIRCLYRLRGLVRHIGFSPFVGHYVAEFATDAAASESPKAE
STTTTSTTGSSDVDTEGGKPSRVWHIADDIRVEVLPLEHLQKRRSCSTDSYLLLYEKVAEEEVSCPVWRVLPRGKN    
>Tcru_XP_812173                                                                 
MGDQAPNTDLGPLIGDALTKVNNDILFTDDSALPGTEKLHAHSSSVASWSSPMTAVGNGTCETSPTVEAFFPLPTHAPIS
PAEAYVRAIMRGMEELQEDGGILKSISRARSEVLPFKDGMAVFEVSWFAAMRDIALSSMKAARMHLQSSAAELELPPDGN
AEIDVEVARKSFLLHLGEMTEKMVQRYYYQMFFCRRRFPPELQLLFGQLNERLTQNLLATSTGFPKLLAASSVEELDAVL
IHDFDVWISHYFPYFKYAISSGKPMQLIWGENNSLKKEEVAFQVYTTATRVNLKKNNNRLKKGALFPVKWMDELLHWLCS
SEDAALPPPGPFDTFQLVELSSDRPVKHILREGGPESDVIPEELFDLFWGLFGGGPKYLVEGVFSMQRNIEERLSPPRVS
LAFFFEDMGCQPVVLKRVLHRAEVSEVMRRALRKFQKRHHNCQDSEGGKLDAELWYAALCAENGVNIYVTHVRGVLLEEP
QLVSNQRTTFVGDVVGQMGQTVPTETNTETPELQFLLRLQEKMDRLTLEARGVCGLPNIGNTCYMNSALQCLSNIRSMRR
ALFFLPLSEYVNPVVTREMVCLLIDMWSGMQQSVDTHGLKTAIGRAVSRFDSYEQQDAMEFIEALLDCMHEEMNTVSAKR
YREVLDSDASIPTQRMSEIFWKDFLNNNRSFIPHLFFFQTKTRLECLSCGALTTLFENNLSLTATVVTPAKKRTPEVIVL
LPTGKRVRLRLKVTCDKKGDVYTTDIVRELTEKFCSENVVAVSTRIHASSAPPFSFYAGDDDGNMNGNISSSENNGGKNK
KGDEEEVEVGGSVLDGYRLIIHGDDAKPLPATDELLYAAAVPVAAELDPKREDVPEEQETQERAEKDETRDEKEVRVWYF
LKGRRTSVYALHEPCYVEWLPAKVFSDYSSLARHLHERGRELGRRFLKEKFPSMDEMQAPTLDPLTGEQLTGDDRRQIRV
LYQTHRHDTSHLIILDESEDEWMKFGGMNAICQHSGESRVLLEYDDFLLAPNESFQCMLHPSVCTPRRHSIRGFLPYFNE
MDNAVTLEECLESTYSPDILAGDNARECSKCKARRDSKIERRPFLMPPCLIISLKRFRVHMEEASKNNTRVAFPMELDMA
PYMDPESPVQNAKYSLRGVVTHRGGINHGHYTATALNDSCKRWVQYDDWRTSFLEGPSTKDAFILCYERNEVEEDRSRQS
TGETSRL                                                                         
>Tcru_XP_810096                                                                 
MSAPAIRHGGPSGRLPTRQGNHFMLTAEPPGRSFATSATTPNVPKTSLPSYPGMHHLYSRPFRGEPQFLGVSSSSHILPS
ALHGQEDRRWNSMRSHSHRPPLLSLRGRPPQLQPLLAPSAPAIGFARQVSSTSEMQTSRTSDHQSPIPLRNFGNTCYMNA
TIQCILHSPWLFSSLAEAHAWSKRRLATSALLELGAARVDAPGQLLLTVKGEAAKFNAEFQDNGQSDAHEFLRTFLFVVH
SEINTSGGHNTPYEELKEVENESEEEAMRRWQEHYLRVDNSIIYDLFGGVMRSSCVCSSCGKVSLTFDPFLDLSLPMIPG
ARKAATIESMLKISFDEAEEKLRGGNQLLCARCRRLRNGTRSVKIIRWPKILVLHLKRFDDTGKKNSEPVVFPESFMTHG
NSPMQYQLYGVVCHSGSENWGHYTSYVRTFSGRWYYCNDAVISLSTVTEAMQALTTAYILFYAVK               
>Tcru_XP_810034                                                                 
MSCFQLDCECDYKEFKRTIYYHAEDFTIPDCSPASHFSVCERVYEKAVKELKARNFDLAAFYFARCMSIIERANLRPQVS
GAKKLMWNCLEALERLDKNELLEHHSKLLQKVRQHEEERKRIVEQQLLPDEGEPESLEDKHLRRQQELLLNENTVVDDAL
KRIRNVQIPTPYTQTNKDVQPYWHKPSVEQVEIKKNQIAPPRRIPTISPNAYLVWKFNVGSFSVSTPRRGMVNLGNTCYL
NSVTQMLSVTSLGAYFLRDDYTKDIVGADKGEVRLVNSFTYILRELHRTDFATPASPSHFKDSIGGLYTSFLGYSQQDAN
EFLRLLLDGIHNSLNDRKRLDNNIFEVDTTKGSDVEISGRTWSQYKQKNNSVIVDECAFQERSSIVCPSCHQISRTFTPS
LGLEVPIPSSSGRVSIEDCLKAYCKEEVLDSESLYTCPSCKQSVNASKQLLIYSLPRILFLTMKRFRSYGDFSNKVLEPV
VFQKELNMSSFMCSPGKNTNYTLVGVVNHRGNIHGGHYTADCLGADGIWFSFSDERVSRADSPDFQLAYILCYRRSD   
>Tcru_XP_808764                                                                 
MATVKVKWGKELLEITVSLQSTVGAFKEKLLQLTQVPVERQKIMGLKANASKDDATLSQVGVTDGKTLMLLGAAAEPPQT



KEPPPSPAAASNTTAVQAPAAATRMPTGLRNIANTCYMNAAVQMLHLVPELIELLQSRKNDTLLHSMGELYKTMEANKDP
VTPLLFWNALIMQNSTFGEVDEHGHPMQHDAQEVLNTILQQLNNGIQETHKNLFSGTMKRTSVCKEIPDDVSEASDLPFL
MLSCNINAEVQMLETGLYASFNETISVRSEKLAREVLYSRTSRISILPEYLFVHLVRFSWRADTQKKAKILKPVSFPLVL
DTFTLCTDALKESMQEERGRVLARRDKELERRRQARQKTQFDVTTNAEEVSTGAMAGDAHKIGNKSGYYELCGVISHKGR
SAESGHYVFWGKPEDQWFVYDDEHVASVTEEDVKRLSGVGEAHIAYVLMYRSRDPRTKATTIPL                
>Tcru_XP_808371                                                                 
MLCSCTERVDPQRLRVKFANAWLKEGVLTSEPLTMYCTLCEQRGLMSGKTKSKTKLHGFNIFRKTRDEADGSGENALDDL
FLCFTCTMCFCAAHAKIHEEEQRRAAMAGNNNRGKRHFLFFAVPFWAKTMGNYTPSGKNKTLFPTFHVDDLEHIRESGPL
TLEKEAAIVFRPSSDSHGWVYNVWCTHCSEKPAPLRFSEFQESDPIHVQIKLLGDIIARLRFLFYEGIRIELPAEWSALN
QGNFHTGESSSYPRACGDIYANRNTLHDLDVHASGTSSMGTSSFALRGSKGDAEALVLAHVAGIENHRNTCYFNSVLQCV
LKCRFFTRPLLSLEVGALPGPLSYRIYAMARHLSEQTLVDVQTRAVYPFARAVLRCLCELAPLFAEDDQQDSQELFLCMI
NGVADEFDKGKSEEEKKKGPRLSFEGVMRTEVVCTQCESRFPREELFMALSVPVEDSIESGLRKLFRPMHLREKDQYACE
RCFKGLTKAEQERHNAAIRAENERKEKAKKKASAEEKRSLNCVYSDAVVSTSISRLGGTLALHLLRFQSDGRDFQKVTRS
VAFPMSLDLAPFVSKDVLREYEMARGLSALQARFPHVQRDRLLRFFEHANGDLQRAERMLIGMEEKGALNGEDDALLEFK
AGQGTSDGSIPGITTGRSSGHTSCDVSPAGFSPVSSVIKTNGILGEGQEPLPALKRELVGIVAHRGSLHGGHYIAYVRDD
SRPNSWFRCDDEDVERVDKEYVLRCQSEVYMLFYE                                             
>Tcru_XP_807982                                                                 
MKYGRKVLEAESKRTENSRGYALQGDDGYLKHNQAFPLAHGSHSTSPMRKNTYAGVCGNDHADGDCVDGDIREREGEKPY
SMGMSDHQIHRRYRTNHSNKDDALKQTNTQNSPASGRLLYSPVLKKNRVEAISPVNGGANGKATRAMSSTEARRGLFDMS
EKKSTGTGGETAVTPSRYAAPCYGKPNEGISPYDSRAGGDHYAAPTINSRLKEYSSWNHAPLTLGLSLPDTHRKCSEPVT
AGTSLQKRSRWHLAWGDHDNNESTIGKMALTREGEGGAGVNTSTTGNTSKSIPSYLLYCFSKVGARETATTSKNVTTPLT
APYIGMPKQRLLAPFKPPPAAPPPTSAETETATAKTHLTSPPLRAAVSPHFFGAYRQYRLASESPQSGSQESPGHREKSP
YAAAGSSMFPGEAYYDTKRPESRFSLLHGASEKEAYALSSSVANNSMLHHYSRGFYGPPLLDRGSSFLSGFINPHNDCYA
CSVLTLLLRSPYFCRALHDAHKLELSPKLSETPDSDAFSGDGTGDMGTMYPRWSFIPNKRHRGPSFNSVHQILLHFARLL
EKPEKIMYGIDMAPLRQFFSTSFFSGEQQDAHEFFLSVINKLEEESMEELKSRKAKKEKSDDGNNTMTSEYGGNHILNDE
NTGEEKDVENNVIIDSSLIWINKLIGGKLLNIIRCRNEGCGHEIVTKDSYINLCINLRIEETMMADSTLTPPSSAADNRE
FAPDGPVGISSSKPPEVKLDELLLRETFEKKSTINRCDDVQTLLDYNLRYVSIDKYICDACGSSQNQDQGGSLLGPAPPI
LAIQLNRYSTVVNSYNDVRVVKDKTPVFINNELTLYALREEGQFDCDKKQLAPCVREAERVARLREQHAEKRHQQEGEDT
GKLAIDPSGAGENASNGSSAEQMDKKEKEEEEDAETHVDAIRCLYRLRGLVRHIGFSPFVGHYVAEFATDAAASESPKVE
STTTTTSTTGSSDVDTEGGKPSRVWHIADDIRVEVLPLEYLQKRRSRSTDSYLLLYEKVAEEEVSCPVWRVLPRGKN   
>Tcru_XP_806981                                                                 
YLVEQMRRYVKPSNIVGANISHPVDIFKMTVEHRVQCGSCHKVRYTRETDCCLSLPIPLDPNLKNSDGNPKQTEEEIFAS
RPHISLDACLGSLMQATDIDCRCSACGIPVTYCKTTRLRTFPDVLPIFLRRAQFDMETMSVRKLDVFVDVPLELDLEFLR
GKGLQSDEVSMPEAREDLPHKPTSSSMKTVDEEALAMLLSMGIEETVARYALLQTGMNAERAVDYVFSRENIAEEAGLAE
ISTTASESQPVHVLDGPAKYRLHAMISHVGASAKTGHYVCHICDAQTGKWLLFNDEKVAESLNPPFSMAFLYFYKRVGK 
>Tcru_XP_805544                                                                 
MSGASTGPPGSIVVAAKGKRKKNDGRGCAQRGGATSTEPRNLPVESLNLEEVYHSIVAPSSVGRQKLAFATAFNPPPFAR
GILNNSNYCFMNATAQALVFLPPFAQLAISAVVEAELCPTLATLGKWMLSYWARAPNQLVPPLSLPKAVRGQTASSAAPS
HWGKMDGSSQEDATEFMHHLLEVIQTELCALEGSYGDSSTGRIRDPNASLEGNSEKKGWTFVKGRERLSVREHCDKSRSV
LLDAVFGGAVENHLKGKSKLKDHASVLVEGFFILQVDVGFSAECSLEMALERSLQRERVYDSARAKDLLKTVKLRRLPTV
LLLQLQRWAVTAEGELVKLENLVRFSKTLVLPKSTCSDKTLSNATRTYELVAFIAHRGKATERGHYVTYLANASLPTPTT
AQGDAALTFCNDAKVHTVTMREAIEGEAVYLLVYQRKK                                          
>Tcru_XP_805539                                                                 
MLEADDWVTRLPVPPNSERGADGSSASLSADVLFSAYRLGTPCVCRHTTARNRVLNCVASPRCFAGFLELATDASVLSEC
VADIMGEEPQLLPAKEGDTALEDTLNKLTCAKSHPLRRGIRNLGNTCYLNAILQLLFNISSVRYEVFSACAEDLSVEEHR
VYEICEDSVQKPDDAERGEDEGSQPIKYALQASGLGELFAEMALTRDGNGANAQPFAAFLSLDTKTQQDAQEFFALLISW
LQHHGGEVVERTFEGTLLYDRRCSNCHRVFKRAEPFFFLSLPVKGTVEEALSTFLQPEEVEGFMCDGCNLTTTASSCQYL
RTLPDVLVVHLNRFAFDLQTLQREKVTTSVSFPLEWELADYINRWQQQQQRNEENDSATDGAANITATTNTAATTTTHLS
KACYTLMGVVNHIGETALSGHYTFHGKVDEEAGWYLFDDAKVTKLHHRLHGNRVISKEAYMLVYQLRPCESTTVSHDDMI
RASEDVKNERSNSVPLPPRLLKHVQQLNRELEIRRQDWEMRRADFLFFLQQWGEIALNLLGGRLICNSVTVETAAREEEE
EEEEDEGERSSTELADLFAVPSSWLRLFGRGFLPSYVDVREYNECEKRKKRLRRNASGRTGLEDMLGGDPPKSSSLVGNE
TCDNARGATSTEQLDDDATATRIKEGGGGVDMAKENNILFEGTSWALLLDLMEGLRCPHGKLAPWGPYKLVPSALSARLA
SLLNTMPTLHGTFPVAEEMSSSHVGWRVRDYACAVCTRSMAAEVLRLKKSWDEERAALALLSGARDALKSKCHGSQTDTS
NQTNIYCEELRSEGEAAAATGRTVYVSKALMEFWEKSLAANAKRKDVVNRQGFTGLFAALRMEEAADRNESNDNNNNNNN
DNHSKNNNWHDGVSRLTLPECGRLLCDHRLLAPSAVVQVVPAATWRYLRERVAQPLCAGENTSEVLDKFLPYLPTESTPR
CPDCIQNTVSLTAQRHHAKMSKIAESKRFPTLASAAQFLSMPQAEMRKQHPNSYVWKRNLERLYRDHYRSWEKEQAAVVA
AAETQIATLTREEEERKRAEAAWESMRVRRGGHKKRFKQTNSSTETRTAPQVTPSMSVATPLQQAEEALKKARAATCPDL
CHTYGCIPMWWVTLWRRWFMDLDGTFSLPPCFDYEALLCPHGGTLVAPHLLNPADPFWEAKSVARHLVQLWHQRSSAISI
DDACDVYSLDDDNKLPPFPPLLLLPLTEFVDILETYGKSGMLLPSSPSSGEENTELIRCRVDSSKAILFVERNTDRVFDP
PTCEECVASLLERIRESSRCFLNGSLRLQLRFRRSRKNFYESTDVLRELHHTTTLRELKQAISRLVAEHHGFLLPLQEME
LLRGRKPLRRHRNHTMKKNESEVQPSGSGNVASPLVIDTNEMPKSFQGDEDAGTLFDYGLCDGDVLTVNATERVLEKIPG
AMKETEVWEEVPAELLQPVQESSTAFGATRLHGAVGKSRRGGAAEAKAQVACDVCTFINAPGRARCDMCETPFKQ     



>Tcru_XP_804897                                                                 
LRRGITNLGNTCYLNAILQLLFNIPSVRYEVFSACAEDLSVEEHRVYEICEDSVQKPDDAERGEDEGSQPIKYALQASGL
GELFAEMALTRDGNGANAQPFAAFLSLDTKTQQDAQEFFALLISWLQHHGGEVVERTFEGTLLYDRRCSNCHRVFKRAEP
FFFLSLPVKGTVEEALSTFLQPEEVEGFMCDGCNLTTTASSCQYLRTLPDVLVVHLNRFAFDLQTLQREKVTTSVSFPLE
WELTDYINRWQQQQQQQRNEENDSATDGAANITDTTNTAATTTTNCSKACYTLMGVVNHIGETALSGHYTFHGKVDEEAG
WYLFDDAKVTKLHHRLHGNRVISKEAYMLVYQLRPCESTTALHDDMIRASEDLKNERGNFFPLPPRLLKHVQQLNRELEI
RRQDWELRRADFLFFLQQWGEIALNLLGGRLLCNSVTVETAAREEEEEEDEGERSSTELADLFAVPSSWLRLFGRGFLPS
YVDVRQYNECEKRKKRLRRNASSRTGLEDMMGGDPPNSSSLVGNETCDNARGATSTEQLDDDATATRINEGGGGVDMANE
NNILFEGTSWALLLDLMEGLRCPHGKLAPWAPYKLVPSALSARLASLLNTMPTLRGTFPVAEEMSSSHVGWRVRDYACAV
CTRAMAAEVLRLKKSWDEERAALALLSGARDALKSKCHGNQADTINQTNIYCEEMRSEGEAAAAAAAAAAGRTVYVSKAL
IEFWEESLAANAKRKGVVNRQGFTGLFAALRMEEAADRNESNDNNNNNNDNNKNNNWHDNVSRLTLPECGRLLCDHRLLA
PSAAVQVVPAATWRYLRERVAQPLCAGENTFEVLDKFLPYLPTESTLRCPDCIQNTVSLTAQRHHAKMSKIAESKRFPTL
ASAAQFLSMPQAEMRKQHPNSYVWKRNLERLYRDHYRSWEKEQAAVVAAAETQIATLTREEEERKKAEAAWESMRVRRGG
QKKRFKQTNSSTETRTAPQVTPSMSVATPLQQAEEALKKARAATCPDLCYTYGCIPMWWVTLWRRWFMDLDGTFSLPPFF
DYEALLCPHGGTLVAPHLLNPADPFWEAKSVARHLVRLWHQRSSAISIDDACDVYSLDDDNKLPPFPPLLLLPLTEFIEI
IETYGKSGMLLPPSPSSGEKNTELIRCRVNSSKTILFVERNTDRVFDPPTCEECVASLLEGIRESSRYFLNGSLRLQLRF
RRSRKNFYESTDVLRELHHTTTLRELKQAISRLVAEHHGFLLPLQEMELLRGRKPLRRHRNHTMEKNESEAQPSGSGNVA
SPLVIDTNEMPTSLQGDEDAGTLFDYGLCDGDVLTVNATERVLEKIAGAMKETEVWEEVPAELLQPVQESSTAFGATRLH
GAVGKSRRSGAAEAKAQVACGVCTFINAPGRVRCDMCETPFKQ                                     
>Tcru_XP_802413                                                                 
MFFFFVPVSFLHGIGLRQRRDEVTRTHTHQRLKETTTHRKIILQAGALQMATVKVKWGKELLEITVSLQSTVGAFKEKLL
QLTQVPVERQKIMGLKANASKDDATLSQVGVTDGKTLMLLGAAAEPPQTKEPPPSPAAASNTTAVQAPAAATRMPTGLRN
IANTCYMNAAVQMLHLVPELIELLQSRKNDTLLHSMGELYKTMEANK                                 
>Lmaj_XP_001686513                                                              
MRSGYVGIYNQGSTCYLNSVIQALYHLPAFRTQIYNLPNVEKDSVALALRDVFAQLEVRNRNTTTTELTKAFGWSAQEAA
VQHDVHELMQQLFDSLETTLKETSKKNMIRDMFGGLMIYRSRAIDGAEYLSDRLEDFYDVELVVQNKANIEESLREFSSG
ERIEGVCVEVVPGADATPHTIERSQHFLDCPKVLLVHPNRVAFDMETYELVTLRNVWSFDFDLSLASYVVDDASLRLDKE
SQEKWKRLSHRTHLGANYRLRSILTHAGDATIGHYYVYVNFDGEWVRFNDEVVESATEEDVRKSAFGGQSIQSRYRLFDN
ERASLLIYVNDDVKDELLNETPPPSAIVEVGRCIEEERTRKEETHKVSYYLCDKSVVDVLDGVNGASDKLQRHMSVRLSP
GQDEMAAIVTAAAKELHVAPEQIRIFCRDRHGLSPWCAVESMCNSYDSYYYPPIFIDIAPPLAEEDAASATTAAAAAEPF
LAFLRNIESPHDRDVPVAIVRSIPELQARVPCDAVVYESRGGPQYLNAITATNQLVCGANLLYTHQRSSNDAVRGYLQHR
QLVCTKVYLYDDYTAELTELFEIHIVESTPYTTLQVGLYKMMTESKRGLPIPPSHNHLAFFKGNDRCNYAFAMPMATSLT
IQWNTYNHTLRDVWGSAQHEHKIVMTILPMPLEKIDLTVLVTFNGGYNNLPHVYVPLEGGSVTFRELLELMVQQLGSRLR
AGAAAGYEQQLAGQARLLRLLRVRRGELIEVVEDLDTPIDLETREDIVLDKLCPALPGYELVNVLFCRRRSGEYYFGLPT
NICINSSLDEQGDVLLRRIVKKLGYPDQEEAMKKWILCVMNVKSRKTRTASKKEVLADLVKEVGGAPFVFVVDRPQCLLL
DGIEEEEHRPESIVIKSASKTDLSTT                                                      
>Lmaj_XP_001685615                                                              
MSSEGVLSSGDAMEEMELKERNHSIEGSSFTATTRDSFASAEEDSTASQVNEEACMATGKPRTVAWNGTSTAAHDYIAAS
TAATDGEENAAVGAQPQPPLDRLQAYIQALVGNILESLRGFDGSIAWLKRSHSAIAAHLDGINAGAVPAATEEFSVAWFG
IASAVLHDLIQESVADISALATPPLPFSENEESARGLCVTPRDLSVAFVSGLQSIVSEVMNNGGCHRSGGSHHFSRYSLR
SFAHVKEISEMSRRLMEEHLTQGAHVPHALRNKYSDDTTSIDCKEDLCSILQRTADAWVCSFFPAYQQRSRNPTEVAPFL
WGEEEDASRLNLELFFYCLYFACQQRSLMQNREALPRGVVVPTAWIEQLLRWSAQAKEQHCLASPGPHPPFPGPIDTFAL
MTVSPHDPRRHWLSLDSERYQVIPQALYNSFFDFFGTGPKYVMYGAFSLRERCLLMWKPLPLTVFTTFEWWERNESDGAL
DKYSVEVPVEEALLHSDMREVCHLAWGMMREEEGMMSEKVARVWFAAINGTDTVRICCKGLYMLSVKTGPFAITEKGDGM
DLTVQEILQQLRRRIEQYMPESVEEWRLQTSGKVLLSLVLTLNNTNGDDRGGEITGTMEVAAHQCGVCGLTNVGNTCYMN
SALQCLSNLTSFRTKLLTLPISHFSQAVITLLLIRLLTTMWSGQHSFAETRELKEQIGMQVKRFSGYQQQDANEFIEVLL
DHLSEECNLISERCYRQREDSDKAIATQELSTIFWSNFLENNKSFIPPLFFHQSKTVFTCLTCGECSTVFDNNVTLSVSI
KDPPQRRAMSVDVMVELNKPDYAAELASHSGFMAPLFRPVKGGAARAHALVTLKVHLLVQPDNTVREQEVEEALRQLLLS
NASSSSEVLRFFLDGSADEMTAEEERQRARSVAARVQVDVRVMDIPDHGRVLAWARCYLASAELSVASAPPPTTVGAAGT
PAARVWYFMKDAPLPFTTAIMGTPVWVDEFPASYGAEHPQPVAADAADAEELVLASESRDCMTAYAEHIRTRSLEVATAL
LQRVPEDETDEVALFNSTETLSGGVGYVMPPSHKDEAKETLASANDAGAAAASIERDIKIVQRILRKSASATVTKTTSPG
GDINADATGSEACEKALASAAVTTTIVVCIQYDSAKYQLVTDGRRSDAFGLRGVGSDMTPEVKCSLHECLSHSMQPDLLR
GEDAWFCRRCKEFRETKVHRTLFRLPPCLIVSFKRFKMHTYSADKKNTTVQFPSELDFAPYLDPEAAGLQTEGTKYRLRG
VVYHTGSLSFGHYTAAAFNDSVKKWVYYNDTHATIDSCDAPAPNGAYILCFERVEATASPA                   
>Lmaj_XP_001685441                                                              
MNNSNFCFMNSMLQALMFIPSFAQLTVSVSCDAQARQLCPTLVTLGKWTLQYWKPGFTRLAMIAPTLMPRVPAGANNSNS
GAPRSAVVPASQRILDGSVQEDAQEFLQKLLERVHEELVGLEEAFQQADASEAATESEMGSIGPAATASTASGGGRTDAP
DDATTSTFPKKGWTFVKGKEKLAVREHEDTRGQSKLLSSIFGGTLESHLQGKQRQRNRVSVLIERYYCLPVDVGFAPECT
VEQALERTFMTERIYDSEHEKNLKKTLRLGHLPSILFLQLRRWAVTREGELVKLDNVVRVTRTLLIPRTICADDTLGNTE
RMYRLLSVVCHRGDAVSRGHYVTYLMHHAATPAALKVQASEPGNKDTAILRSPPGAATVILCNDANISVCPAKNMEKETV
YFLVYQKTS                                                                       
>Lmaj_XP_001684614                                                              



MSLSSQGSTPWKFRGDATASVGAITAVEFDPDVELLWVCDAFGTLMSFSLQSQGQGEAPAWVNYSSFSVSSRPVTNIFFL
NMGGERMVTVADREVIRGYKRGGVLMMCLPQPTAVQNYIDLFQANNSTGAMFYTGNAGLTRLILNHQETDQLTVPMEATV
VALKQCDRWVATGSASGAVYVRSASDLSVVGQVSPSRNRVMALEVFDNTVMAAYSERSATSFVKVFDVRKMSEAVSTIQD
IPSGNVTQMRRYQDGFGLSSDRAFLLSPAGFHIIQLDQEKPVFSSSPLSEGSCTAVAVSPSNMCAAIGNDKGTFYALAHP
ATRDDYVMSTFVQPVRPKHPVYHHSWEEPNIADGFDDSVDLGTLASNWPEEDYMILTVPQKLRCVNYESHSIVPNEWGLM
RADSCLPDPKDKLSSILPNPYPFNTQLGDDPACAQEALLELRKDMKRKHKSSRGGGGEYSPMEDSLQVCYSVQHKLDWRS
YNEIAQRVIGIDNSFPECWITPLLQSLYLCQPPEFPIRKVILRHICKREFCMTCEIAFIFANMLTTSASVVGMKGEALPP
IVPVAHFIRTLRQIRAFANTDVFQRPKNRDDAVAKMHLAQRLVLETLHKDLQDQKAYPFMNYEAPPEYEGAIAALFGTEF
TSNGRVHIEPRFYWEVPGSALKVDEGLQHLLKQLEGYKDQVQIKQLPPIIVLLLNPEHSNLKPPTSLKISRAGKEDYNYV
LNSNIVHLADDVEDTGNFVSQQRIKDDSFSLVNDYRVTAPMKMQELERLVPALRSYSAVVTFYALDNLTTPPYARLDDSR
TPNLWHLLGPLLINDVLSRPLLRDPAKQAFRSPLSSYTEIRPGDLIAIDAEYVVLKWASRDEGNEMFYVSQRKPHMGLAR
VSCILSSKDGDERTIVDDYVHIPEEIEDYVTQYSGIHPGDLDPLESSKSLTSLKSTYLKLRALVDGGVVFVGHGLAQDFR
VCNIVVPRKQIIDTLEIFHKPGSRYLSLRFLAYHVLGESVQEDEHDSIEDARTSLRLYRKYQQLKSEGTFEGVLDHLLAK
GAETSWYVPDTKSLFRDTPQTPPVSVMGSPVLEKMAKAVQEDDEKDVNTFDMAAAAAVAAATDGDEDDEDGDDDAPTASE
VLEAVRKSMER                                                                     
>Lmaj_XP_001682366                                                              
MSHGRRMLEAQAQKERTSGTSEDCRLDDGHLRNGSRAFNDDGTPVRPSRGGARPSGSDRGRDDGHDDTALVSPPPRPSVR
LGFGRAGDGSASASSVATAAGSALGATVAETANRQQRISGIGPSPAAPFSCARLAVPRRLQSSDAAEGVRVSAARHIDVD
AEEGENDDNVRKMRGTLAEAATRGSPRRKGGGGRDDSLAGGDSAQRCMSSEARSRSRTGGSGHSSASGLRYPVSRVNASA
STATLSAAPHDLPSPLDRSRTGSRSPPPMTALQKASASTSLFRQPRATPLPAPITAAVLRPSNTESRASPTPDTGTATAV
THAARQPPPLRQESSSRSAGGPGFTTAMAPAAKTPPLQMLISPASPPLRAGVSPRMLPLHPTRADASTASMFLSRAASAS
TVTTTVATTPSSSQAQLPPPVGSQVSPYELQQHQPYPMPPTPSSTAAAVMPSRFVVHHDIGDLAGDAAGEDRAATEAEPY
TLLRSTKPLSQKSEPAEATTAGPGWQSAPPSPLPTSAELLARPRLPLLPEATVPYDEVGITPLANRVDRRIYPFMRDFSG
FHNTGNDCYGCSLLTMLLRSEVFRRALHASPLVCAMRRYEALLTGKVERRVLWTSGYVNAAAETKAKKTAARKRARAAGW
SADASDDGRQTEEASVAGVCGLPDTTPRAPAETLAHAQYVWRPTADVQHTLDVLDTFSLSELEDVLEVDLEAQCVPATLH
GALAALARAQRWREHMTTLVNMPQMQAAERQRLLEAKIYHDNDRDFDGQVYTYGIRLNAVANLFDGEFFLGDQEDAHELF
VSVMAKLETEAVKFQHRCDEVLERRSSVTPTEGSNAEDEVDEEVESGEGRPDNEEGASFAEKRLLHGARASSASSMSPSD
VPAAASPPKQRRLSVSTTAGEVWINTLVQTRLLNIIRCRTGECRHEIVTDEVCVNLSVHIPEAPLTSPPPAPPLPPRSCF
PAQPPPLSPTPIVPSSSIAASVAAPLPAVDGEGGRGCSLANLLHDSMAYEALSEYRCDCCGSRTSQFQGGCFYTRPPPLL
VLQLKRFATQFVNGTIIIQKNSRRVAVEDKLVIHALPSAGEWHAGQRRRERQHRCSLDPVEPIEVTEAVEDAREGAGCCP
YYDPDKKCFSAALQEACDVSGGGGLAGRDGLKDEKHDGTGDDFLTTLAAAAPPSSLVRAIRCLYRLRSCVLHLGQSLHYG
HYVSDFAVDGEEDGDDGETARTCCTAEQEAGVSSTSQATLNSCSAARRRWRRANDERVEVLSDEVVQARRAGCSDTYLLL
YERVEEERVWCPVEAVLPTPVYRSSEGDKT                                                  
>Lmaj_XP_001682046                                                              
MESTNVGDAYAEDRSSNGAEGNRSMDTCRGSSLCSQLSSDDRGEDIHAQRSDCLAVTSSSSSDTIFADDEDDAPVSRRAL
HSRVGKAGSAADVAAGPSPVDADDDKDAETVPTAVGLINEGCTCYLNSLLQLLFHISYFRTAVYRIPVEGDDGPSVYKAL
QETFFQMQERTTPARTTVLTNAFGWGRKELYVQHDIQEMATLLRDNLEERMKGTVTEGAINQLFEGRGEQFVETLDKSYV
SCRADTYYDVHIPLGQHSTLLGSLTSLTARDKLVGENKYRVEREGMPVVYMDAEKGYSYTRFPAVTWFHLKRFAMDLTSP
TLEMRKVNTPLEFPVVLDLRSLEKPDAAAASGGVGAGSKLGSAVVPFSSDSPAIYDLQGVIVHRGTARSGHYYCYIREWD
PVGQRFCRWLEYDDENVRQVPEDVAVRANYGRGAGSADSFRHDASLMGGANAYILSYVRRADAAAILAPSPTDIVSDRVK
EAMRRAIQEEERQLREAEEARLSVTMYCITDAALSKYCDSVCSTELFSRDIQQWRRFADCVITVRKSDTLAAVYEALAAQ
PEMERRGVTAFNCRLWRCTDGSALRPSIALPTYAENVEHKGLAPQQPQECLKDFLTPEENTTALTMCLYVDQAKVPLPGL
HGVTKEWGLIRSIQQDDTGRCYTVEMSSPTEAKALHITLDHSDYAATVEYVVTTDKETLPVAMAAVIDGCNTVTLLLSES
RRTVSVMLTCYMPNKRTVAVRNVHLELPFGHPLLQPDPAASTAALPVLPVVSYDRALIFFKYYDYSANTIQYVGSRVIDK
AAKTYCCGAVYRDFLGVSDDAAPSPSGVPVARPQPPPPSMFRFFLERGDHTPVELNEHLDLGDFKSGWVVVAQLRAVPAS
YRYLSILNYYRDTRNSLDVHIIEVERSHRANDDAYRQTTLERQRGAVATATASSSAAKKERTSTGGAADVAPTTPPLHSA
APGGESEGAADASTTGALQQGDSTALINSSESVVSDAKKTTTPSTGSTGDRAVTANTSTTCGITSSVSPTPTLAMDTTGS
SATAVANAAVEADPIRIAATLNPYEAVQLPTLHEISVTTLPTEHSCRMLFSWNYEAVCAAIGRTIAFDPNRLQLYQCCST
GEPAPEVSPTPYSSRLTVADLLYLDSYNKTSVLYYERLAEAREQHQNVGVVTATLRDHAGHALHRETYSVDLASITRQGL
VRRICESVPAWQREADVWGTMQDTLQSPHFTLSFVDSARHVIAAMHEVAMFKTGAEESALEASALRKFEVDIQAAAPLQG
TEQRIACCHMNYSTHDRSTLLGQQQQRSAFGQPFLITIDRTTTVREALDIMLQTTYLPKGALNNAEGFGVMMVAGQVYHF
ENWEEHVHLFWVHTKNTSQYVASLMLNHAKPREKPGSRYVAQHSPQLKISNK                            
>Lmaj_XP_003722635                                                              
MSDTTGTSSVHSQRQRCNIVMQRRRRLCSKSSTVRSSAQRISRKPSAVDAPAAASTVVPASPVLALQKLGSARKAARDTY
GNTTPKANGLHGYGQRSRASPGDGNNVDTALEHTSLPATNRSDELPNVFGTDSSSTARVSTLHDDSHVCPDSASTKGPLK
GASGAMARDALSFDVYGGPDVFKPHPLRLLRGPRRGAGSGSAESTSAAEEGSLCKQTCGAAFNNAGAAERGTRGRSLLAY
SCNAATQDKTTPPPSAHLNQPSKGSYPSSTPAAKGFPPRNVSENLGGTIRAIATINNADSSNVLASPPLPVSHRPSVGSD
DDAASITSARQPVRGRDEAGAARALLVVPQLFHRNGSTPPYQHLSPVCGSLPSQSQAGMMTVAETKSTGSVDSFSDKGSF
SSRALRVEPQVPPMRPSGSAGATKKSLLSTSTRSGGSASTKVPSAHSIARLHAAPIPLRNFGATCYLNSVVQCLLCTPGL
LRKLNIDRQRIVRECEGRRRSEAKQKPDDTEGQSCAERKAPATSSLIDLGTACAAHHVAVQQLLVSLKAACAECNNEFSS
NGQKDAHEFLITLLGVIDKEVCRSKPGNQETFRDFEDEKKSDVYARWVSWMQQENDSTVYDLFGGITGCTVKCSSCDLTS
YRFEVLLHISLPISYRSRSQGGGTDIELSDGKFDGKATPKGVATADELLREMFFSERGESLNGPMQVTCERCKQLRDKRI



WYSMEYWPPIVVLHLKRFNNAGVKDETAVVFPYTFHPHRCVKYQLYSVCCHRGTCSSGHYTAYTYVQADDKKSVARKKAP
TVAAFSDIYHPLLKGTRSDRIFSPQTLPRRGGAGIFGWFDGVGIRNGGSNARASSEALSPKRNGRADGKDRVRSAGRTAK
AGKWYLCNDKNITEVTALDVLSMTKEAYILFYRRVDDGDGTII                                     
>Lmaj_XP_003722565                                                              
MLAVLDVAKHVFWNDTAFNRKLLPSEAALEKCSYTIADLTTMTGKERISVFKQCGVDPSLFPLFLRSLQHITALHGAGKI
EGNYMIHRHLSARQWSPLYANTPLLGYASVNSLSYREQCSSAAKETKRDDVADLERGRTCHSHYNGLLNQGATCYLNSLL
QALFHITAFRAIIYHMPTKDEAEQHADLESTVSRSIPYALQRLFCHLQMSTRAVGTRELTESFGWGASDSFIQHDVHELT
RVLLDNLEEKLNAQQAETGNPTPKENAIHRLFTGSLESYVKVEEANYYGSREEPFYDLQLVVKNKKNIYSSFDAFCQVEV
LDGKNKYCLECNGKKSYHRAEKGVRFKTIPPILLLHLARFDYDIQQGETKVLTRWDYYNTLDLSRYMPESPSTDTHYTLC
SVLVHSGSNTGFGHYFCFLLCSGAWYKFNDEAVTPAKLKEVFGDNFGGFKLNYWGSEIPNTANAYMLVYIRTSQLSSILC
PIGSNDVPQHVVQQLERERVEHERRVKEQAEDYLYGRVHFILPNEIADQEEYLTSRRPAAQKFSSHKTLRILLDDEALPA
FEGFVKRQLGVDAEQLLLWFASSRTGGSEIRLSQQVRANMKVRQLLQNAKECCVLVTTPATATVIELDQGCASREYQVFH
HKLYDPLQLKVLFLGCTVLHRDPNGDAKQALESMELHVRALIADLPDLTKQLHGHHLTKPPKAKQTLPSKPRSAASLEAY
RSNQDLSSRDEAETTEVKRGMPQEALGVVRETEASEFLPCTELHSGDILIWKLDTPNEDPANIFYPDIQSYQNFLLHRIP
VELKLNRYPDYPLLIATELAEDMTYEQLQRYVARLIGDMENYDRVRFTRHNPETELPYFMKGKKHDRATLARLLMPASSR
VPALSKYLYYEYCKYTVTEIENAHSLQFKLYGDNVKVVSTHWILLPHDLPITADLLFPACVREIQKDYAAGACPAVAALL
KEDPQNTSNNSSIAFVKRLMQMDCKSAHEWLRLVDVWRGRVYNILDKNHTLVFEHNTFEESAEYRIEHLPAPIPGVPSSD
QAVFQVHHFTMVRQRRDAIETHSEPFSMYINFYETSNQLLRRIAAKLEMIYAAVQDWKVCLVKESRVEVIAPDALMGAHI
TNFCLPECYQPNQIEPSKAAFIGLEHAPLSKRTGKREEKVLILN                                    
>Lmaj_XP_003722313                                                              
MPFPVTQEACPHAWSDSAIVTPFPGKTVHRDECAYCCRTCRQGDGVYVCMACHTGLCCEHLEKHMRVHGEHAMYTTVKKL
AAKETDEVKDVNYLGVVAPAEYETAVCCADCQVQFAQVPDLAVEAYSGIINAPEPGAQDSAADGGVGRLQKPQCPHLVCL
EQLASPFAVCPPTSDDICSVEMCGCNVNNWMCVTCGAIGCPRPEAGGQGHALQHYKLTGHPACVKLGTITAQGADYYCYA
CDDDVDDVHFAAHMAHFGIDVQTAKKTAKTMGELEYDYSSQFDFNKITEAGVSLVPSYGPGHTGIENIGNSCYLASVVQC
LMSLGPFQRSFFPAKSTPHQAQCTADPYNCHHCQTERVAAGLLSGEFSREGHELTNGICPRLFKKVYAHQHPEFSTGAQQ
DAQEYLLYLLEEMHRHVRLNSSGSTSAGHVPQQIHPSGVMEMVIEQRMQCSKCQRVRYTYETDKCLSLPIPIDPVPASSA
AAAASEAEMDATRPRCSLEDCLQAATSPSGIECRCEACLESAVYYTVTRLASFPDVLPVYIRRTYFDMTAHNTKKMDAYV
EVPQKLDLEAYRGTGLQPGEVLMPASSVSPARQPTVDALAGAPQQEVDEVALVSVVSMGIEMDVARYALLQTNMNVERAI
DYIFSHPHIADEIKSVPPLHAEEQQQRLAPTHNATSVRAPQPATDGAASYELTAMISHMGASARTGHYVCHIKDGATGKW
LLFNDEKVGESQNPPFSLASLYFFQRKA                                                    
>Lmaj_XP_003721935                                                              
MFKFDYKISYDEFVRTIYHHARQYEIKVSDPHKQCVTVNALITKAKDEESKRNYANAYYYVNKCLLFFDKEENPVDFTQR
DPSTKRVFAEALDLEAKLKLKELPIEYKTMIEEIDRREPERRRIVAQQLESDRGDGDGNKQLSRAVDMHLTRQQQLLSSE
NSSVDELLQRLRYASVPGTRNITPGIVSNGPPAPSPMYTTVSRPEPSPAPVNPAPADNHALPASASHRSYTTCILNPSNA
FLSVRRRGIVNLGNTCYMNSVLQVLNSTPLGQYFLTDTYVSYLLNTKGKLTRLINSFSFVIRELNRSDCKFSVSASPFKS
ALGDYYEGFQNSSQQDANEFLRVVLDGIHGALNVNDSNRIEFPEIDNSKGTDDELARRYWGQYYQKNSSVIVDYCAFQER
SAVVCPSCDHQSRSFNISLSIEIPIPRTLSKVSLDDCFAAYCREEILDNSSMYMCPNCHQKVNARKQLLFYSAPPVLFIT
LKRFRCYGDFTTASKVNSSVFFSKTLDIASYMCSGFSKTKYHLVGIINHQGNMYGGHYTADAVGADGVWCHFSDEQVTKA
DVADNNLAYILCYVR                                                                 
>Lmaj_XP_001684998                                                              
MAKIKVKWGKENLTMEVDLGSTVGAFKEALKAETGVPVEKQKLMGLKPSMNKDDATLSAAGLVTGKTVMLIGSAESTATV
PTVQAAVVEANETGGYTATAPTSNGLKNIANTCYLNSALQMMRSIPEIREVLDVYRGDNALLQQLGAVLQLLESTKDAVM
PLQFWTTLVQTNPTFGERNEHGGFIQQDSQEVLNMLLQAVNAVLPEKYAHLFEGKLHQTLTCVDDPADKGKESDVPFTML
SCNITGEVQTLEAGLEHAFDEHFTAPCEALQKDAARFTRVSRLTEAPEYVFVHMVRFSWRGDIQKKAKILKPITFPFILD
TTIISTEALKAAQKPVREDIRERRDTELARRCRPRAEEKPSPVDKPEEEKVPLILRNESGYYDLCGVISHKGRSADGGHY
VYWGKKADTWLVYDDEHVAAVSEEDVKRLRGVGEAHIAYVLLYRSRDPVTRTPVIPL                       
>Lmaj_XP_001684715                                                              
MSCYCVEEVDLDIFRGVFIEQWLSGKKHGSCEEALFFCTTCGPPAVQESIKGFSSSVSSSGANRRSAYTTKTCTPEKKSS
SGKFALGSTLKKLFTSSKSSSKADLSTTSSKQHSSCHVRELSTRIMSAEEEELPITPRTDKELYLCVTCGSCYCRDHAFD
HHYSRQQRSTVAGGDDPDASHKGYPYHSFFIGVPSFVSTHPSHILQETSWGLLFPTVTVREIEEGTVDLSKPLPFYEHFE
EICDGGAACEASAFHPNSSATSNSCSFGRGKNTLGFCPSGMHTRIHSAYSSSGHLDGSLRVYSKSNSYVDKREDRLPTRR
SALLSPVGDHGSLSLPEFHSSPPENWSYIMFCARCADRQAVRLNGKQCDNDISRHVHLRRLGQLTALLAYFLLRGVRLEV
PVQFLEYSAKKHAQQVERQRSQQRAHRLAEMQRVGRASELVGGLEVMATTGARHTSTSGGGVHMSPTGPNVAGDFSLLSR
TETDHVITRAAICGFANESYFCYMNSVLQCLLRCRIFANPLLHLDPSKSPGKLTASVSRLLHHLAHQTYQDVLNGAVFAF
VRSLRTQICNINVLFEEDEQQDAQEFLITLLNGIEDEFDKGKSEEEKKASRRVSFESTLLSEVTCSQCKHCVPRNEMFMS
LSIPIEKSIEDGIASLFAPTTLRGKDRYACEGCFKKLSQKEQQGHNALAAVQAEAERRAKLDGKKLTQAQIEERVYANAL
YSEAEVRASLSHLGGSLAVHLLRFHYDPTVQDFIKVLTPVRISLTLDLTPYVSGEVVEVYKHMEKIYLLQRRFPTASEKL
ICKYLSHANDDVKLATQKMLDDGHGIAEAAHSRQSSSTTVSRTHTGVGAGNAVGDGASEDAAGFGSVFGDASGCTSGCTS
SLAATPLNNLNGDRGTFAKMAAKSWANTNGSAGKATPSDPAAAICAITSDEFDPFGERTPPKPSLVRQLVGIVAHRGSLH
GGHYIAYVRHLTRPHVWFRCDDEDIDVVEEKHVLDHEAEVYLAFYE                                  
>Lmaj_XP_001683577                                                              
MDVAHNRSLGFAGKEILFRKIEFERYRKPHVVEYPRSAVVLNPQHTRQLRDAMCTQRQGGEHDGSDADDDDEGAALRGYS



DSDDDEDDDPRRVDKATELCSDAQFRSSLHLRWQAITPVGLGLMNLGNTCFANSVLQALAHTPAVAQYFMNTFRSADSQL
GAPFDFAFALAETFRKMQHAPQQGRTGGGGAYRPGQIMSSLRLLSKHFSIGRQSDAHEFAVQLLFSCQKSLLHRLVGSKK
VHPRVAHTTALHRICGGYLLSQVMWSRQEEIQQLLRAGKQQEAMDLKMEAKQAEGKRAQRASRHGLDPQTLYSNTYDPFT
ILSVELAGRTLQHCLDKFCAVEELDGRSYLSPRQVGVRAKKKLSIHVPPPVLVIHVKRFTPTGNKINKHVPFPLELDITR
YCTLLSSSSSSPPPPNHVQPHNGVSSPATMKRSDCQYELNAVCVHEGRSIDYGHYYTLAKAPNGMWYEFNDSHVSRLSED
QLQQAQVYMLFYSRKPTVATEKMQPPRQQQHNIRGSAPASESSTAASKLGAATAVEEDGAVGRELSESEVQALMEKRRAA
QRQAGSLNGHRSPPPATAAETPQLLANASGDSGDGGHAVEPASPSSSTTARAQTFKRMQEALPTDSDSDGNDEKQDCAYV
RRLPARLNGCAVQDSRIEADVAPPPSQRDDEHNAPADGEAPLKLAKVSLYGGIVKSMKCVLKDGTDGGASTDTTPPQQRK
SPNFRVGRNAVQALHQRKVLNTPETVRRPASAHKFQQRIRDPMWEMEMDRGKVKKVKSKEKVPDPFEGVNPFQEVSRGMF
DVRGRRRRA                                                                       
>Lmaj_XP_001682973                                                              
MALSAETPPLRSASGATDTVGSSVPRYVDAKSMVYTLPCFTPDRSLSSPTSGGAGARSQPIAIQMAASQQLPRMSSSSDF
RVGAPSSPLSPSRRHFSTANLSNTMEIPTYNTSTPIAVEDLSCSSPVLKSYRQHSFSHSKRDACLADSPTSPGMSVHGGA
FLSTGASEAPVAMSLSTSFSSGAGGGSTSTAIHTKFLEITGHPLGLENYGNTCYCNSVIQLIYHCAPLRLRLLELYHVYL
TKKGKPGFEEDTVLFQLCSLIAVMHKSNNRTKDKYPREKIAPKDLLNCVRAKNEDFNNDMQQDAHEFTMFLLNDIWDTEQ
RIMADPANVNLFLKYEASLKKKGSLSFSWKHSKDKHISSHSHKENRLDKTTLAAATNSDVGTNGGKAVDAQQPFSGELTP
LQVILQGQFGSLTACLECENVTAREEVFMDLSLETAQGTSLLRCLDHFGDPEYFWGKNKLRCEECKMPVRAAKTIHVQQL
PQYALLIHLKRFQYDVEKQIFTKKADHVALPMQMDVEEYLTDPEVIEQSLRNKQARTQKNSGVDAGSSTSGHNSSGSGQK
DEANATSSPDTFKPASEEVRRKLRGVARHKARFELTGFVAHIGEGPNSGHYFTCVRYGPQLWRRFDDETVSTMAERDVKQ
YFGVPSDAVGVVTTTAYILLYERVA                                                       
>Lmaj_XP_001682152                                                              
MSACVTGTASAAQLGVGDLWASEVLEGCARAHYTPRQELLGILAPPSRSAAAGATPIESVVEASGATVENGRTLVDVDAA
ESMNGHSRAASPNSIREAVANQPPLNPMERSALSEEMQALRAVLSPALIRKAYRLNTPCMTKHTTTNERLLNCTASPRCM
VGLQLLGSDAATREDCLKALMGNGPYVVPLPAVKGSGVTAANVDAASSSSPASTGREQGGVRATKGTREDLAETAESTTV
AGDAAESTVMSDPAFPCLWRGVRNLMNTCYFSAVLQLLFSIARVRHAILNDDAAAHNHHCVAAAEAQGGTGVNQLAESGL
RELFALMAFSREGAGADPKSFARYLSLDVKVQQDAQEFFTLLLDWLRCHCGPTVKAAVTSTFSGTLLYDRRCGSCGRSSK
RAEPFLYLSLPVCPTLEDSLSEFLKPEAVDGFTCEECGHTAVATSLQYMRTLPDVLVIHWNRFDFDLQSLQRHKVTTSTS
FPLQLDMATYMRQWHEQKRNTTSRAADCESVAPEESEADHLYELRGVVNHLGDTAVSGHYTYHGKVSGASAELGSSGGSR
GSSWLNFNDAEVSKLNRYQGQRGASPDAYLLVYHRITTSSSSPSSALVSAPPGTGKPRQLQPVAAVPSTSATPTPAEYPV
YLREYVDRVNDECLAKRHDWMEQRAQAAALFDLWATAAKAVFESATNASSAPAWISTTTTTTPSLYVLPTRWLQHFGRFF
LPAYVDVAALGGGAESKLKRSKRDLDAAAGPAGDSVSSALTSGAAGVDAKPIVVGSEEGASGSCSRAAVEGTVVTATVGP
LRHGHMQTAEEVRQQVRQYSLMQALPSVTCAHGCVLPWASYKVVSASAYAKLTHFLAVCGSPSTVAANGDRPASPSTAGA
SMTTRLRESLAGGGGAACGTQSCCTLMEANLCPLCVAAMAAGVQALASRTAEDEEAELSLTRAWEEAERQKRHAAGEEGD
EGDSGAGPGAVTPTALTQSTQQQGAEEKREDGQQQRVLISKAVVDAWASFYTSQLGWGRVRQAEGYTGVLVMREARVAPP
PARAALASTSTPSMVAAVTTPASSASSLASPAVPETVSTSLANADYPFSLAALNVDRGDLNLSAQLLCPHGALRPGQSVV
VIPDALRRYWVHRFVEVLTMAHRSGVLRTSNPHWSVSEDDVEHFFLPLIPASETSTTCQECMRSSVQHLTSRHQQRMKRM
EERKRYPSLWLAGAMTCPAGVAQLLLATGAENEEQLLAAQHPNRLFFKQHGEREYREYVKKWAEAHQQRVAHQSSEVQRL
RTALMKKRQHDAAWNARVTMRRSGGGRSGGRGAGATNAPSSPVAPSPSETVTEASAPPEPQTLEGRLYYAEEALERMTAQ
TAPDCTVTYGCVPTWWVARWYAAMQSEDNKSDTSKGGDDADGEPLLALPRISFAKFKCAHSESLLGVSWLNPSDGFWQGA
RAKRAELLWNGVRVERAGVPTATSPPTGPTEAEYRSQCWLPPMVILPMDEYVALLAQYGEPGMLERVASRTGGIAGASTA
GAAVGGAEPRAEVTDVDAEAAEDGASAEAAKKPTDPSAAAAGDCTVASLSTPSPPAVTPVPKSRAQTVPVAAAVIQVRFH
NGARQLWPSTCAQCCAAMLAKFDAQCESFVNGSLRLNIHVKKSRKNYYDAVSVLTSAAVQHTGGSAAKSVEGGSTTTATG
ADVIPAGIHYYTTLRQLKSYISAHLREKHGYLVPAEVLQVGRGKNKPLKRCSTPPHAVEASDHHTRGTAPTSATAAEDAQ
LDDATLQELGIRDGETLSVQSVDMIAQTCATTAAIDEEWEAIPPELLQAGACGGASATSIVREHTVAFRETRLQGSHGGS
IMAASPAVSAAAAGVVAATPTVGAAIAMEEQGLSCPVCTFLNAPDMVVCEMCEALLPST                     
>Lmaj_XP_001681624                                                              
MAKLQQKHASAVAAEAQAQSETTVVQQGPVPPLDDPVEFILDRVDSIERWRSTVARLNLAQLGVSLVRGVLRRGRWSTPP
MHVFDAAEKAAPATDAAEAEESVQPFYPSQPVPPWLYPRTSFETGQAATQVAEQDEAAQTLARDVASPVPGQAAHHPPDH
HPRAHPSMQPSVARRALVQTASRASVPLYMGMLMAFIGHGVASMYSADTDTGPLGASGAAAGQSVQTPAPASSAVAGGLP
TSSRHLHFTTEMNSALHEVHRAAAEVMCMVDHGSKEMHALATAALWSAGKARAYRTDEYERVQDMRHAQLGRSCRHLSRI
VANLYSLVSLLDFFAVESASLPTPTPRTSAASGAGHSNMNSANAGFLSTSSASEVAAVAMEEQGAQTTTVAPYADSSTPS
ATLTSSAMKKPVANAAAPAHPYTTERFHKLFDASGHLPQSVWRVFSAVATTLSQFAVSWSLTTGDAQSRQAFNSAACVIL
GEDQRCLLLQLHRLCARFIVLRHRVYTLHPVNSLHFKVKQMLEWGGFLNADVPDAWSYNNGDIDRCDLHSDRLHSTYARG
LQWSVNSSNKTALQAVVASPYAIAARDSALRRMKESSAFSPGGSAVGGGGAVSTAIDRGASAPLSLIASLASAGVNGGAN
AAFAGLLAAPLSSASAAPTQSSSVAALSQLSGVPGYVGLRNNGNMCFLNSVVQLLGSATLFRDDLMARLQDAVFCDSAHA
DHRAPAADATAMAALFAKYGCRLVMALLLGEMQWRGSHQHSRLPVLPDYLTPHLPPPFDDHRQHDASEFWHALMDKLDAP
NQPGGAVVARWFSGRTATTMKCVTCRHTRLHTDTFWDLSIPLRATSAPSVAASVGGGAPTPPGAPVAAADRLVSQVEVQH
FARATAVTTTYASSPASGFPANTSTTADATAELEAAERAEEEAAESVSNKTALTLRPIVPSSVAEPYSTTPLPSSTVAAD
EAPKTLQHLLLHVLHPTLNKELLHGSNALDCEHCGRRTDTELTTRLVAKVEGEAEVGVDTAAAGAPVECFGAVQEARVSS
GGGAASAAWESLLEGEPPTPCAADKRASPHGESMCVEQGLALSHSLTDTAAGGGLPYYLAVQLNRFAYRRVTQSYEKVTD
GVPLNEVIVVPVYPEITEPKDGAASPVDSQEFNAQTAMSNEEDGAANTRREDDGRHGAPSTRTPTAPRSAAAALPVWVAY
RLQSIIIHSGSTPSSGHYFALTRRLAAVPAHVNVNESSHDEDGEHNVSAAADMPSMRAYVKGQGAALTACLGTERHFSYA



EIVQPTACADVEGAGPQSQGRPAVASLSRSTAGTVQSPAPSPPPVLPAAAVSVSGDRLYKNWVMLNDTNVQTVEPDTMRH
LLHGRGGGVYSVSETPYIILYEKLPVASEGATERDFLLEDEEAKGRRVADAALSAAAKLQRVWETNDASVGASGVTSVGG
TSTKPVHFAREVLQIFSARLKDEVAHDAALSEAPRTTDGHGVTSITSSAARSRPTPVGTVPHQGPSATAWRATVNRSSWS
RATGVGDAARAAAVKASLTDASKDTPACFTGSGSLGRPSVSHRPRRLMSTAKYAKVPRSKCYSGNLNRHSAQEHRHRGGT
AARSSSGSDAGSDADDEQDEPPS                                                         
>Lmaj_XP_001681196                                                              
MHLRVLPRCRRTTTSYLLLIMSATAASSRRKQHYESLKEESMIPFEMELDEAIELPFDVNAVAPTDVALSAPFGGKKIPM
RAARAASESRVAWSNGSTASVGFAVCGNGKELPSTAATADGVASPIATPANAAPTTYSAAAPSRMLTWKDTSASQRRAEA
QASRQDDFHPMVLCPLQNLGNTCYFNAGVQLLVNCPALVYAVRNSPFARWTRSNGPLTAQAVPMPRAEAAPAATKLCLKG
GAAIHTLFQEFSILLARMEMGCAAGERAISPICALDSLAQAYPQFEGRSQQDAAEMMTSLLASLEEEGGQYVEVAQLLQS
FEDAAALRQGVTPLASSPRASDPVTRALKGATSPLLEAETAPSASPHRRNYSEPCNIEEYSQSSLLSSTSEDTFLPGPRS
AHFFNVLRLMERVNRENELLERRVKQRQGIAYTNSFKPPRLHFNPLLDGFRGYTLSEVECHNCRAVSRVVSPFNGLLLDV
PTAKQRRRYALAHPNVPRRVDFDGQLRQVKKPFRLTWWNPLSLCVAAWRQLKQFFQDPFPYPLWLDECLDIHFEPEVLRG
CSRYRCESCDTTTDATKSETLLALPEYLLIYMKRFEAGRFFNSKKSDSVFFPTSWRPLTTTQARQSPINTDDAPPALPEY
LDLRHYLHSSVAPFAEPIPPCLWGTDNEPHQQHHVSRDDASTPTSSIATTYTLDGIVNHHGGYDGGHYTVFLYKATEERQ
AWVYISDDEVEQAEEVVATDTEYVLLYRRQPLVQAAPESDEAEQLRRKACYYLSQSSPSCPAPNAAAATTDGPKASKPHS
SCPFSSSSAGGVASTPPHAATAATEPWVYISRMWLQRVAFMHEPGPIVNRLCYCRPEDRGRVSMYQSIFPATVKVPAEVP
HVHGPPVSWFYAPITQRDYDIFYNAFGGNLAVTASEYESLRAMQDKFCAAIDLAERQRGSAARPAPRH            
>Hsap_ENSP00000401721                                                           
MNFEGLDPGLAEYAPAMHSALDPVLDAHLNPSLLQNVELDPEGVALEALPVQESVHIMEGVYSELHSVVAEVGVPVSVSH
FDLHEEMLWVGSHGGHATSFFGPALERYSSFQVNGSDDIRQIQSLENGILFLTKNNLKYMARGGLIIFDYLLDENEDMHS
LLLTDSSTLLVGGLQNHIIEIDLNTVQETQKYAVETPGVTIMRQTNRFFFCGHTSGKVSLRDLRTFKVEHEFDAFSGSLS
DFDVHGNLLAACGFSSRLTGLACDRFLKVYDLRMMRAITPLQVHVDPAFLRFIPTYTSRLAIISQSGQCQFCEPTGLANP
ADIFHVNPVGPLLMTFDVSASKQALAFGDSEGCVHLWTDSPEPSFNPYSRETEFALPCLVDSLPPLDWSQDLLPLSLIPV
PLTTDTLLSDWPAANSAPAPRRAPPVDAEILRTMKKVGFIGYAPNPRTRLRNQIPYRLKESDSEFDSFSQVTESPVGREE
EPHLHMVSKKYRKVTIKYSKLGLEDFDFKHYNKTLFAGLEPHIPNAYCNCMIQVLYFLEPVRCLIQNHLCQKEFCLACEL
GFLFHMLDLSRGDPCQGNNFLRAFRTIPEASALGLILADSDEASGKGNLARLIQRWNRFILTQLHQDMQELEIPQAYRGA
GGSSFCSSGDSVIGQLFSCEMENCSLCRCGSETVRASSTLLFTLSYPDGSKSDKTGKNYDFAQVLKRSICLDQNTQAWCD
TCEKYQPTIQTRNIRHLPDILVINCEVNSSKEADFWRMQAEVAFKMAVKKHGGEISKNKEFALADWKELGSPEGVLVCPS
IEELKNVWLPFSIRMKMTKNKGLDVCNWTDGDEMQWGPARAEEEHGVYVYDLMATVVHILDSRTGGSLVAHIKVGETYHQ
RKEGVTHQQWYLFNDFLIEPIDKHEAVQFDMNWKVPAILYYVKRNLNSRYNLNIKNPIEASVLLAEASLARKQRKTHTTF
IPLMLNEMPQIGDLVGLDAEFVTLNEEEAELRSDGTKSTIKPSQMSVARITCVRGQGPNEGIPFIDDYISTQEQVVDYLT
QYSGIKPGDLDAKISSKHLTTLKSTYLKLRFLIDIGVKFVGHGLQKDFRVINLMVPKDQVLDTVYLFHMPRKRMISLRFL
AWYFLDLKIQGETHDSIEDARTALQLYRKYLELSKNGTEPESFHKVLKGLYEKGRKMDWKVPEPEGQTSPKNAAVFSSVL
AL                                                                              
>Cint_ENSCINP00000023088                                                        
SSVHFDSGNELLWVGNQSGHMTSYYGAAMQKYTSFQIHPQHHPVVEVLSFDDKIVGLTKDRLQCNLKRGIPVSTFKDPDM
SDAHCMVFHKDHLYIGGKDQHIIDLDLKTNVASNRMELNENETVAIFRKTSRYLCCGGFNGKIMLRDPDSLKLQHTLDGH
TGSLSDFDASGHLLITCGYSQRPGSLINEPLNWSLDRFVKVYDLRMLRSLTPIQSIVQPSFLRFMSTYTRRMLVTSQSGQ
FLLIEDNALVTPTTPIYQTNLIGSNITSMDISPSMQAITFADSGGVLHLWSASGTPNFNKFTKDPEFASMSESLDPINIS
DENVSYITPLSIIPMPYCQEPLFSDWPKPQCTPVSRRPPPIDPELLRSMKVVHGIGYAPNPGTRRRNQLESIRTLYRKHT
SCGTAFKKNPQHITFRTNCFCEPLHQFISLQPQVPYKLKDMTSHDRKGKKAAYLLDTTVAFKYSKLGEEENEMIQHYNRT
NFAGLEANIPNAYCNCMLQVGDFTFLYSENPVEQGLVIICLFHQVLYFIEPLRCGLQSHHNLNKEIDLSEELGFLFHMQD
CATSGVLQASNFLRAFRTIPEATALGLVQNSSKPEQMATGGTNNNLGHLIQNWSRFILQQIHTVTDERSLVEKLCGTQMK
IETQFRNGRTTTRSTTQFLFNLIYPSLPKPGEPVKHVPFTSVLKQTICSQVNTKSWDEVSETYQPMVVQTKTPVSLPDIL
VLNCSLFREEDVQFWKVSSRASYFRKKWSVRFRSQTETDEARQIEEEGLDLSFDRTNSVSWVPHHVSMAVDGDGELVVKS
KNEENGLNMDGMVEYELFSTVVHIDDPRTGGNLVSHINVGEKYHQRKEVDGRPNQIKICDIYVVVSQQGVTHTQWYLFND
FQISSVEKEETVDFDLRWKIPCLLVYTRVDLNNRHKLNINFPLTSDILLPTPSISKRSLRRNLMSPMEPTSPGAAMTFTP
LMCDELPTHEGVLVALDAEFVTLKAEEAELHSDGTRSTIKPSHLIVARITVVRGEGTREGEPFIDDYISTQEQVVDYLTK
FSGIKPGDLDASISSKHLATLKLTYCKLRYLIQCGCVIVGHGLSKDFKVINIFVPENQVRDTVHLFHMPRKRFVSLRFLS
WYFLDEKIQKDMHDSIEDARTALKLYKKYLELTENETKTSDFRQTTLKQLYAEGRRLEWKVPE                 
>Skow_XP_002736860                                                              
MEYPQTEEQYSADYTEGEEFSQNGGHVEAPLADEYSMPATPGESHPVVEEFTEEHPALDPNGGVSLTTPGEYHEMRSILA
DGGDRFGVCSVAFDLNEELLWMGNQGGHITSYYGLDMQKYTSFQIHASNEVRQLLTFDNGVLALTSDNLRCSTRQGMRVF
ELTGENIHDMQCMLQRNASRLLIGGHHTKLIEVDLITGQETDQYEIDDPGVAILRMANTISSSLLCCGDTSGKIILRDPQ
SLKKEHVLEAHTGTLSDFDVHGNQLVTCGFSNRSSYVHLWSDRETATYNNFSQPTQFADPVEPLPPIHINDEMTPLSTVP
MPFCNGPLLSDWASEYCVAVTRLATRNAKTILSPSHRRPPPIDPEILRTMNMVQFIGYAPNLGTKRRNQVEYREVTFANK
NKGGKTVPQSPIGRDVDPQMYMVPKKYRKVEIKYSKLGVEDFDFKHYNKTNFAGLETHIPNAYCNSMLQVLFFIEPLRCA
LETHLCSKEFCLACELSFLFHMLDHCKGWTCQATNFLRSFRTVPEASALGLILADAEESTGKANLRRLIQNWNRFILQQI
ELDTSEQDETAQALPPTMVRSTFGGSTSTVQIKSLKCLPDVLVINCQIETVKDLEFWKAQQEYAGVVIDDNATEKPLSKP
CRYGKGCTRKGCKFNHEITEDSLERLVFDLADMGVEETKKSWVPYGLKMKLSSDRTLSVEDIFEENVGAVGEEYKIYDLH
ASVVHIQDIKTGGNLAAHILVGPTYHKRKEGVTHSNWYLFNDFAIAPIDKHEAVQFNLEWKVPCVLYFLRRDLNEDYECT



ITSPIKASSLLAEPSMAKAGMKQHIAFTPLQASELPEPGDLVGLDAEFVTLNQEEAEIRSDGTRSTIKPSQMSAARITCV
RGQGPSEGVAFIDDYISTQEQVVDYLTQFSGIKPGDLDATMSSKHLTTLKSTYLKLRYLIDQGVTFVGHGLKKDFRVINL
LVPQHQVIDTASLFSLPKQRIPSLRFLAWFFLGINIQGVTHDSTEDARSAVMLYKKYKDISNNGEDRENWEATLKNLYDK
GRKMGWKVPDDE                                                                    
>Dmel_FBpp0087735                                                               
MDYVYCGTDPIGASEDILSVYDAGSAPGNGHFSPSFNGFNIGTTDPEYVELVPVLADGGEHFGVSSVAFDDYEELLWMGN
QGGHVTSYYTNSMQKYTSFQVHATDIVRDISTLDSGVLALTQTSLRHQIRRGLPKFTFKSNNMKEMVSMLQLSPHRLVMA
GLQDELIDFDLRTLKETRIEHVGAGGCTVLRKNSRYLFAGDQLGTVTLRDLNSLSVQHTIKTHTNILSDFSVQGNLLISC
GYSGRQNNLAIDRFLMVYDLRMLRLIAPIQVMIDPQMLKFLPSLTSQLAVVSSYGQVQLVDTVELSEPRVSMYQINTNGS
QCLSFDISSSSQAMAFGDQSGHINMIAAVQTPQPQFNLYSRSTEFADVVPQLPMVSITDTNFPLSSVMLPHLTTGTQWFS
DWPEELLRYRYHRPKTIDPEVLSNMKMQGPIGYSPNPRTARRNQIPYVIEQGGVCSPNGNGTAAATKAENGVKIIPRRYR
KVELKYTKLGTQDFDFDQHNQTCFAGLEATLPNSYCNAMLQILYFTDALRVKLLEHSCIKEFCLSCELGFLFNMLDKSTA
SSPCQASNFLRSFRTVPEASALGLILTDRSSNVNLISLIQNWNRFILHQMHYEIFDSSKNASTYSGSVQTSTNAENAGSS
ETSGSSDLYDSISDENSKEDDRERSKINAETDISKIFGTKQICINRCIKCQEEKIKESILLACNLSYPNHIKDSDQYFNF
GTILKRSLSSEKSIQAFCERCKKFSPTNQSVKVTSLPQILSINCGLNNEKDITFLKRQLNRCSEKTTVDAAASLSTSKPC
RYGANCSRSDCHFMHPDRKSPSHTSQPNAVNNSPNGRQKSWFPLTFTMGINDQGEVQVQTQSDASSGKSEQEEETEKPPT
KGLDNNRMYALHAVVCQVDDGTQKNLVSLINVQRPYHTMKLAESADDPQSQWYIFNDFSISPVSPQESVWFTLDWKVPCI
LFYRHVEDDSESASTTSSTVTESEETIPSESSSGSPTNLSNPFLEEIVSPMLGNLSADATLQPLQSDEMPQSGDLVAMDA
EFVTLNPEENEIRPDGKTATIKPCHMSVARISCIRGQGPAEGVPFMDDYISTQEKVVDYLTQFSGIKPGDLDANFSKKRL
TALKYSYQKLKYLVDVGVIFVGHGLKNDFRVINIYVPSEQIIDTVHLFHMPHHRMVSLRFLAWHFLGTKIQSETHDSIED
ARTTLQLYKHYLKLQEEKKFANALKNLYERGKQLQWKVPED                                       
>Cele_F31E3_4                                                                   
MASATTNQGNEWRFVAPININTTTENTVSCVKFDPHEDLFWIGSSTGKVTSLLPTNHFTRYSAFVVSNISGVHSLEPTES
LIFTLSDTMLRATTRQGIPVAKFTSPSMTKMAASCHMPGTSTFIMGGFQEKLIHYDFVKEKEIRTTELKASENAIIIRYN
GTNTFTADTRGNVFVKNSKNCETIHTLDCHQDQVLDFDVQGNKLITCGVSMNRLKNMDQFIKVYDLRMYKALSPIGMPYL
PQFARFMPSYCERVCVTYQTMYNQPGQTATWSNHPAGVKMFDLNSNGNSAEFPIETSLISAFDFSSNKNFIAVGNHCGIV
NVFADRDQPQVNENSKETVFAAPPVQPPLSFAIDDTTQTFGSIPLGFSQEPLVSDWPTELTQIVYRRRKPPTEQTNVKSI
HYLSQIKNPRINSKLKRHNIVPYFFEQEELIEASNDHGSKEEAPQEMKRIKVSKLYKKRPLIVNQVPARRGNSQDETQET
YTWNIIRHVTMQSTHGMNLVANTLVQVAYSLSPIRSIVLRHICTEDSCITCELHFLFTAFSSKIGDNSGMLTNNLAWALA
RNGVSLKAGGVLSATQQIIKTVIDDVARTDASGSICSKFDRHLRCIRCRGLQQQESVTDHLLKLNYAPVYQASLCQLIEK
SLHIGDDSGEIECEDCKQMSRMECKRKVRELSPVLLIDTNASSNGFVEFWRRQLSLFERKPGGNRSSALGTVPESPSEKK
NCRFGTDCRNKKTCKFVHGLVDWPAEQTKLLEDVDLPEWAHYIPSRIAAQLCEGIVRLSDVSDLPDYDEPSAVIYELDAM
IHAVGNGENDVNWTHPVTLLRESPVISSSWTLINEQLVSRLHDHEARHIDGRWKLPALLAYKKKNFDVKTSEDIISNDLF
LAEENLASNGMTSLAVQSLEELPKEKELVGLDAEFIKIKTDLLEFDGKTVQMRAVGRASCVDSTGERIIFDDHVKLTDDV
EVVDYLTKFSGIVKADLCPTTSEKYLTTHKRLLLRMHVLIQRGVTFVGHALHNDFTVLNVHVAESQIIDTVTLMRLGTQR
MLSLQFLVKEILGETIQMEAHDSVVDARYALKLYRKYLEIKEQGLLGSEMRRIYTILPCPSPNQTSSPLVVSTTRKTPED
TNPADAAPKSV                                                                     
>Ctel_225482                                                                    
MEFIPSDIAASSEQSMDPTLSAPVTSFQSPYEEQGFGHEEFFEIKNSMVDGGDRFSVSAVAFDGQEELLWMGNQGGHVTS
YYGLDPQKYTSFQVHETNEIRQLLTVDGLVFSLTPDSLRCNSKYGRPQYRHKSDALQDMQCMLLTQPHKILMGGHQPIMV
ELDIEKRKEIRQVEISEPGCAILRFSTQYICSGDTAGKVTLRDPRSLKTQHVLQAHSGTLSDFDVCNNQLVTCGFSNRMG
SLTADRFLMLYDLRYMKATTPMPMTLDPMFLRFIPMYSDRICVVSQIGQFQVMEQGALTPASMTVYNVQTEGASINAFDI
SPSHQTMAFGDAGGFIHLFGTETPVMNPFSKDTEFAPVETLHASIDVNNLLAPYSLVPMQYPAQGKLASDWPEELCQKTY
RKAPRIDPEIIRTVKMVSNVGYAPNPGGRRRNQMQRPTASSHKTTHKNSVPDSPLDRDDPFIKIPKRYRKVEIKYSKLGV
EDFDFWYYNKTNFAGLETQIPNAYCNAMVQVLYTIEPLRVALIGHLCDREFCLACELGFLFHMLDLQKGKACQASNFLRA
FRTIPEASALSLVLNDAEESMGKVNLRRLIQNWNRFLLQQIHTECSELSDISSILEKSGLQPLSPVSRTQSWSEDPNIED
HPLTSASPLPSLDEDEIEEKDEKEEKKAKGTVPEPLELKKQRLDSLSSEDGKPPQGGHAKDSAVKSLFGLDLENVFTCNK
CGAVMKRSMTSSANDLSYPELMQDRVEKQYLFAEVLQRSLCSEQNTQAWCNVCKKYQPHVQTKVIESLPDILSLNCHLES
TRELEFWRAQEAFVRKKYEGETTSAASITRSAVKLCRYGLACTRKDCKFRHDNDGDRSSLRFDEAASEDKRSVYDHSWLP
VGLQAKLLDDGKVLFHNIEDENDIPSKWAEPDLSYYELHATVAYIKDQKTGGHLISHVNMGERYHQRKERVTCTQWYLFN
DFAIQPIERQEAVSFNLDWKIPCVVYYMRKDITARHSTTIQNPITADVLFTDSTLVTPRRKHVMFAPLDRPEIPVEGEVV
GLDAEFVTLNQEEAELRSDGTRSTIKPSHLSVARITCIRGKGPLMYEPFIDDYISTQEAVVDYLTQFSGIQPGDLDAAIS
QKHLTTLKSTYLKLRYLIDRGCLFVGHGLKKDFRVINLVIKSDQVIDTVDLFHLPRQRMISLKFLAWYFLGTTIQSDMHD
SIEDARTALRLYHKYQEMCKEGMDMVRETLKEMYETGRKLQWKVTDAPSPVEIAADRAREEEEKRKKEEKEKEEKEDEKE
KEEEEEEETE*                                                                     
>Lgig_143977                                                                    
MDGVGRYAVTSLCFDTQELLWAGNQGGYVASYGGMNLQKYSAFRSHMTNDIRQILTTEQGVISLNRNSLRCSIRRGLSVF
TYTDPQMLDMQCMIRTSPTSLLVGGHQKKAFELDLNKVQLINEFEMNDPGCAILRQNSKYLFAGDTSGKVTLYDVKTMKA
EHVLDAHSGTLSDFDVQGNLIITCGFGNRMGAMTADRILMVYDMRVMRAVAPIQIAIDPMFLRFVSAYSNRLAVVSQNGS
FQVIETTAMKPPNMMLYQVNSHGAAIMSFDISSSCQSLAFGDSSSYVHLFSTGEHPCFNFNPESTEFTDHVEHIDPIHIM
DERTPYSIIPMMYPSNGHLLSDWPHHLTQQVYRKPKPIDLEILRTMKIYHNAGYAPNPGKERRNQVPYKLNKDKKSNNSS
VPESPLGRGEDAFVLVPRTYKKLEMKYSKLGLADFDFRHYNKTKFAGLETHIPNAYCNAMLQVCSYQNYTQLFVPNFLLH



FYTPIRICGRIFHLCQKEFCLACELGFLFHMLDSQDGQTCQASNFLRAFRTKPELALLGLVLSEADETAGRANLTRLIQS
WQRFVHQQIHSDELKEKEKEESDATESNGDEKLVVFKTSIITDLFGTTTTTTLTCRCGVETTRDVDTTLTNLSYPDCNPS
VSYTLADVLKYSWMSETMIQAWCNDCNRYQPHVQKKTLKNIPDVIALNCQMENKRDFHFWRTQIKTEFKMVEKEIDGKIF
NVTYELPTIRLRPELEQTESVQNPPIERQSFSWIPLGLKITLDDKSNLDIEQISDEETLPKKLADFTKYYELLAIVSHIK
DDQTGGNLVSHIKVAEPYHLRKERVPCTQWYHINDFCIEPVERPEVTSMNLDWKIPCILYFIRRNITDYHPCKVVNPISS
EVLFNDPGLANAERRKITFTPLQKDQLPKKGDLVGLDAEFISLKEEEAELRSDGTKSTIKPSHMSVARITCIHGQGDLQS
EPFIDDYIQNSEQVVDYLTQYSGIKQGDLDPSVSTKHLTTLKATYQKLRYLIDAGVVFIGHGLKKDFRVINLHVPKNQVI
DTVQLFHLPRQRMISLKFLASYFLKLNIQSFTHDSVEDARTALRLYLKYQEIAEDSKEKVQATIKEMYEIGRKTQWKIPD
IEDDVVGGSLPFL*                                                                  
>Nvec_XP_001622300                                                              
VSIEPIMLRFIPTFTSRMAVISQTGQFQLIEPGGPMTAASMFVYHINTQGHMCSTIDISSNCNVMVFGDTGGNIHLYGDS
KVADECIETLHILLFFLVGHCYLTGQNRIMSGWIGKNNNRVLSKIPKLLNYYFLILMYFIPKAYKRVEMKYSRLGESWFE
YYVVQVGLPVFMLDQWTGAPCQVSRFAHPVVEFCLACELGFLFYMLDQWTGAPCQASNFLRAFRTIPQASALGLVLNDVD
ESAGKANFPRLIQSWIRFVLQQTHQVWYIN                                                  
>Adig_1893v119851                                                               
NGQFQLHEPGGLVTQSSMMVYQVNTHGALCSTFDISSTCQFIVFGDAGGNMHLWGDTQEKEIAYNVYSQQTEFAPPIPHL
PPLPIDDYSVPLSSFPLPMSKRTPAIDPEILRTMVVRHSIGYAPNPGTHDDPGSIIPKHYRRVEIKYSKLGVEDFDFKHY
NRTSFAGLETHIPNAYCNAMLQLLYFVEPVRVGFQNHLCHREFCLACELGFLFHMLDMPSGQTCQSSIVHRLFGSDVELL
IRCRCGKETKRESTTLLFNLEYPELPTDKEQGTIPFESVLLSSMCHVQSMQAWCEQCSRYQPTIQTRKFLDPPTKAEEKS
TLQSSTRACRYGNTCARLDCKFRHDRHSAEDGLTETADEDEIKGWIPLAIKTSFDSTGSLHITKVDNEGVTCSQWYLFND
FSITPISPNDAVSFSLDWKIPCAVVFARKDINSRHETTINQRIDDSVLYQDVSLVRRGSISRQFTPLGTDELPGEGDLVG
LDAEFVTLNQEEAEIRSDGTRSTIKPSQMSVARVTVVRGDGPLVGVPFIDDYISTTEQSNMAGWSRDKVLWSFWTICVFL
LQHTAGQRKKLVFTATDFMLFDSANLVYFEVLRPKNISYVFKVRPAKSFGGKFDFESRTVNLIAADPPDACFSVTNGPAL
HKSIALVDRGGCSFLSKVKTAETYGALAVFIADSEPNNVDTLLDMVHDGTQRDVHIPAGFMLGSDG*             
>Adig_19026v114997                                                              
MHLWGDTQEKEIAYNVYSQQTEFAPPIPHLPPLPIDDYSVPLSSFPLPMSNGALFSDWPEQNMVFGDRRTPAIDPEILRT
MVVRHSIGYAPNPGTHDDPGSIIPKHYRRVEIKYSKLGVEDFDFKHYNRTSFAGLETHIPNAYCNAMLQLLYFVEPVRVG
FQNHLCHREFCLACELGFLFHMLDMPSGQTCQSSIVHRLFGSDVELLIRCRCGKETKRESTTLLFNLEYPELPTDPPTKA
EEKSTLQSSTRACRYGSTCARVDCKFRHDRHSTEDGLNETADEDEIKGWIPLAIKTSFDSTGSLHITKVDNEVKK*    
>Hmag_XP_002160677                                                              
MIEILRENFKYYKYWERSVGFDGKKVPIEPSFVRFMPTYTLRCLLVSQIGQFILCQPDSLTLDQYLYTVNNGDVPITSCC
VSDTYQGIGFGDAAGYVHLWGNRAEDDVLFNHSNQLSVFPDEVFYFLDVLRVSMHNHLCQREFCIACELGFLFYMLDVAD
GQTCQASNFLRTFRTLPEASALGLLVNENMSVSCNRSISQTIQNWNRFVLRQLHQDTKNTKENVEEKSEEKIDISYIVDA
ETDHDEAKQKVFTDEKVSKFECSSDIKDLFGMDIISNRTCKCGMDSERKATLFSIDLSYPEVTDSDTDDVYPFVKILNES
IVRKQSTQAWCESCKKYQYSGIFNSRPPGSEVDETINEKSKHWLPTLIQVKHNKETQEVKILRHDEESNEAEGIVYRLIS
NVCHIYDSSFGSTLVAHIKVGKQYHLIKEGKEQDHWYLFNDFAIAPISENEAVTFNLSWKVPCILMYARQDIDTLHNIEI
KQKFDSSLLFAERSLATRQARFSRNFTPLNSTEILKEGDIVGVDAEFVTLNQEESEMRRDGTLSTLRPSQMSVARITVVR
GWGPLTGVPFIDDYISTSEQVVDYLTKFSGIKPGDLDASMSSKHLTTLKLAYQKLRYLIAQKVVFIGHGLKKDFRVINLV
IPRDQVVDTVELFHIPKQRYVSLKFLAWHFLNIKIQADCHDSAEDAYTALKLYEKYRELLRAGEWVLEEELEILYDTGRQ
YNWQVPE                                                                         
>Hmag_XP_002161332                                                              
DTKNTKENVEEKSEEKIDISYIVDAETDHDEAKQKVFTDEKVSKFECSSDIKDLFGMDIISNRTCKCGMDSERKATLFSI
DLSYPEVTDSDTDDVYPFVKILNESIVRKQSTQAWCESCKKYQYSGVFNSRPPGSEVDETINEKSKHWLPTLIQVKHNKE
TQEVKILRHDEESNEAEGIVYRLISNVCHIYDSSFGSTLVAHIKVGKQYHLIKEGKEQDHWYLFNDFAIAPICE      
>Tadh_XP_002116496                                                              
VLRYSNKSGYVCCGTTTGKVTLHDPSTLQCINAIDAHSGSISDIDVSDNFLVTCGFSTRHSHLNCDRFLMMYDLRSMRAL
NPIQVHFDPTLLKFMPNYTSRLAVVSHTGQFQICEPGVPLTPSSLIVQQIESTGYPLAFDVSPSAQVFAFGDSEGYLHVW
TNREDAMMNNFGQPTEFAADENRLPYLDINDPFVRLSTVPMDYTYDKLLSDWSNELTEVKDRRLAPIDPKILESMKMNNF
IGYAPAPVNYKRNQAYLFRNVTSLHKLDALSEYYGEIPKRYHRVAMKYSKLGLEDFNFESYNRTNFAGLETDIPNAYCNS
MLQVLYFLRPMCIGLQNHSCDKEPCFACELGFLFRMLDYSKGQPCQANNFLRAFRAIPEAAGLGLILPDTEEAYKNANLA
HLIQSWHLFVLQQLSRDTYKKDDKSEATDNDGAWFLKLYESKLEIITKCGCENKDIRTSSTLLYTLTYPSKSSQPNKDKQ
ANSNEIKTHSFCSVLLSSMSKTQNVFAWCERCQKYQPSTQTRLVKNLPDILAINCQVDNEEGIHFWKYQDMVAVILILND
RICHIRFQLYIFYYDLNSPLFDCWYFLQEVLLGEGYLKCILLNRHWLPNKIQAQIVDDELVMNAIDSKGVRHTTWYLIND
FSITPIPPVDSSSFSLDWQIPCILYFIKASVFQNFEGGGKIWINFSIILADKSLNKNPEISTSSFVTPLEEDLPGKGDLV
GLDTEFVSLNQDEAEIHSDGTRSTIKPSQMSVARISVIYGSGPKRGTAFIDDYISTSEQVVDYLTEFSGIRPGDLDPMVS
TKYLTTLKASYRKLLCLIDRGVIFVGHGLRKDFRVINIKVPNEQVIDTVEIYHLERQRYLSLRFLAWYFLNRNIQTETHD
SIEDAVTALDLYDKYTNTIKMGNFRQKLIACYETGRKCNWKAPTTT                                  
>Ocar_g79_t1                                                                    
MEYRELKGAVADGSENYPVGCIAFDGFEELLWVANQGGHATAYYGSELEKYSSFQAFNEGITQIFPSKDGLLALCNSGIR
CIGKQGIPKFTLHSTDHKELDSVLCGLLMSNESLLLAGERDLFDFDVNKATVKKKVSIDEPVAILRKAPRLVCCGETSGK
VSLRDSRTLSVEHVLESHSYGLSDVDISGNLPVEPLFLKFVPAYTSRLAIISQTGQLLLCDPSVPHSAIASTRSQVLAEG
TFCYGMDVSSTGQALAFVDSEGVVHLWSSNGQPLFNFHSSETVFPDPIPLLPYLDFDDLNAPLSLIPMNFPHNGSSLLSD



WPDSLSKPVLSRPLPKIDPEILQNMKVVDGIGRAPNPGKRRRNQVPYDLNMSKLSGKGVESKKEQEDMECGIPKEYWKVE
MKYTKSGMEDFEEYNKTCLAGLDNHSPNSCCNPMVQLLYYLEPLRVGLQSHVCLQESCIACQLGFLFKMLDMSMGKTCRP
VNFLRVFQTLPQALALGLVLTEKDEGMEKSNLIRLLQSWSRFVLQQVNQLQSSRILRLPDVIFISCMEDIKDFEFWKSQQ
KFVNEGDFWLPEKLKVVLNESTGDVTVEAVRRDEEVSLPALEYALASKVAYIENPQKGGHLVAHIKVGSSYHARKKGQPG
ETWYLFNDFAVSHVDKDESLQFSEWRIPCHLCYSLSGLNDRYPSKADLCLDVSLLKPSAINALPFFPISSLRSLQADEFP
SIVAMDSEFVTLRQQESELRIDGTQAMIKPSQMSPARITVIRGDPPWEGEPFIDDYISHSEHGVVDYMTKYSGIQPGDLD
PSISKKQLTTMKKCYLKLRCLFDREVKVVGHGLKNDFTVINIDVPPEQVLDTVELFHLDGQRYLSLRFMAWYFLGLHIQK
KEHDSIEDAKTALKLYRKYEQLKSDPSVDFIAALERLYKAGRQHNWTVPA                              
>Mbre_XP_001747039                                                              
MSIRASVGAHPFPLRKFRIVTDFVTHIWLLCLSLSLSLSLCLSVSLSLSLKPFSFSNRPLSVSLSLSLSLSLSVSLSLSL
SVSVSVSVSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLSLALSIFVFPGATASAMDEALMPFTS
FGHSPEQAPIARVVFDQVFNLLWVLDERGYISSYNESFQRYSAWTLQPATGHDGSADKPTFMTSTVHGLIVIHANQIMLF
SVGGVQHMRIVLRGDKTGITCADASPHNQRQIICGGAGALHVLDLTKQQFVKSSPLPDTGDIQTLRCGRQLIVATTETEL
LMIDGRQHVVRLRTKAHSGGTANLDLRDNTAVTCGKTATGRLDNNIHVIDVSAGVQALCLLSNHMVSAPRAFVITHTQQA
LMRNLANRSAPPTLIPYPTVQDGGRVTFVCGSPSDAAVAFGDSHGMVSIWTLNGMPLAFNYGMPLPVVNDIRLHPHRVHF
DDLEAPAAYMLVNSTKTSDWPTDKTMQFQRPPIRVPEAMLGRATWMNSERGHAPNVLNWKPFQVQYSSAALSVSSPSKLK
GKQSRFHGIDQTPLGRMDDLEGISAMIPRHYRRVRNKDDKLDFDYQHYNETNFVGLEPTAPNTYCNAMLQTLFYLTPVRS
LLMQHYCEDEFCLACELMFLFDMMAKRNTITCQATNFVRAFRTIQQAVNSGLIITEEEADSPDTDLHLLTQRWQFFIVTQ
LARIVPRDPEELSHSDNGGPSAPSTVSVTVQPSNEAPPRESGKDSGRSRRGGRAGRSRKDAPTDSSSNAMRMLEAAAAAA
AANDASASSPIHSLFNTAPIKTMTCSVCQSSTVSTTTSLTQVLRFPENGTPEEDAQLRFSDLISSVLMREQTDKAYCSKC
KEFKVHVQVLEASTLPGVMAFSCPLTRDRHRWDARMRLHQSEEHVATSKRAAAVVMAPAELRPCDVLPDPSAIPDYVAKT
LSWIPIELRAQLNRDNTKQKLVIEETLVPTTAATPPAGEGSQSDSNAIVYELFAAVYHVRESKTCGNMVSILHVPSHCTG
DGSRPWVLFNDFAVNVVSCNDAVLYDTTWKTPCLYYYVQKDSLEAPKGAPPSLQEQFIRRLLNDPSLSVQRPLVPASTVL
DRASIPSAGDRVAIDAEFISLRAADTELRSSGHRNTIRQAFVTPARISVVAASGQLKGTTIVDDYIKNTEYVADYVTQFS
GISPGDLTPATSTKHLTTLKSSYVKASWITPLMLKAMVERGVIFVGHGLKKDFKVLNMTVPSKQILDTVNLFYLPKQRFL
SLKFLAWYFLGVVMQDDARAGHDSVEDARTALALLDVYEEWSRDSSTWNDILQKLYDLGRIHGFKPPANAREHCPFHEQY
GAERKDVKEAVSA                                                                   
>Sros_PTSG_10483                                                                
MAVVPQQINLLAHSPRTLPIVAAAFDEASTLYWVVSREGYIASYELPYGLKFSAWHLSVEDEIVDLVPKGSVVCVVRTSA
IDVHQQGSLLLQSISSSMLRNITCATDAPRTLNMFVGTEGGTVVKVDAAQGTVSMQVELDYGAVNCLRCANRFVAAGTRA
GKVVLLDRRLLVEVCVFDAFKGGVESLASAGNILLAIGRDKDGQIDPIVRVYDVKHKHARHPMIQRGPPATHAALVRPQE
ALPSAPPPPPPQVITVNAHHHLVIGGVDGGGGGAVRARVPLNMPHTRCTGVAVAPSGQIICVADSGGSVHVIATTPHPVV
SLAPAMALQLLDRNDLQAHTNIAIDDYSKSLGFMLVQSTALSEWEFETQRFSRPPIPVPEEIQANLRLGHGQVQGQMIGY
APNLLNWRVNQVQYASKFLRRPRGYRHHHGRSTYDDHTRADERNSVVPLQYRKCDIKYTLRGLDGFDFEKYNGTPHCGLE
PDVPNSYCNALLQALYFNAPLRALCVQHHCDKENCVACELGFLFQMMSKIAKTCQATNFLRCVRTSVEAKNLPLLVPNSS
GGGKEDIHSTIRSWLTFIFSQLEDVSVPPAMLTPKDQHRRSSPDTPGDVPSFKEQFCVATTDIVSCLSCKSVSSSQTTAP
VLALHAPEEVTKAVGARMPLTPSKPSGPPPAAAASSSSPSSSPSSSAANAVSPPHGPSAAAAAAAAGRGRRAGKGAKHVR
AGKTSGKNNANDSAAAATAAALGENADLFADVTFDDVMNEALCNTQVLGAHCKKCGRFRKSNVTRRRDVTSTMLCIECPL
TRDADMQMWRAKAPAFKGERTNAHIATPATESESSSSSSSHGNGDGDGSSSDAPISWLPWRLWIRPSHDDDADTDTSSGS
SGKNSQGKSSSNSNSKSKGGKQGDGKAGRRVVGELVTPTTLQHADAQLLHHQQQQQQQQQEDADGRVLYELVGAVFHIKD
EFGNQHSVSVVKTLYQEGAVYGWRVPSPPHPSPFIRHATPYTTLRRPLRASMPRGGGTVGRGGIRGGAPGMIMRARHPQS
LPQLGVGVPTTATQPSPSLSSTTAASSAMAHHQQHVSGAPPPMPHGTFRPPLRMQPPPPAQQLQQLQQQQQQQMRSESNG
NSAGGAGMMGRSSSMPAAMNIPYYVAPHHQHQPHQHQHQHQQYHPYDASQYQMQQPSSHGRPPMRPRGGPN*        
>Sros_PTSG_11507                                                                
MARRVAAWLQQQQQQQEDADGRVLYELVGAVFHIKDEFGNQHSVSVVKVPHPFLRHRGIGLASQWLIFNDFVVSVGSLRD
AVMYDMAWKVPCVFMYARPGTTASFFDAAVPPVHVFKHRLLTDRSLALRMSAPSFHQLSEHDLPQEGDLVAIDAEFVSLR
KQDAKIRSTQTRKNIIKPAHLALARLSVVAGSGPLTGRAIIDDYLTMTEPVVDYVTRFSGIREEDLNPETSARHLTRLKT
TYSKVLFLAALGVRFVGHGLRKDFRVINVVLPPEQVFDTVDLFYKPDSRRLSLKFLAWYFLDIYTQLSDTIGHDSIEDSL
TALKLYFKYVELSRNRDAWFIILD                                                        
>Cowc_CAOG_06254                                                                
MGSDCAYAELRREYDLLGSGTTSIAFDAAEEMLWSASASGRVTGYLFPTLERYASFEPLTRRSLTQAQAQQRAAEQQQHP
HGGGVQLQLQHQPVVQLQPIDNGVAVLGQDALVVASRGGVPLLSLATDAMQSLSCMSQVSAAQSASFVLAGSQPTMLIAD
LHKQRVVKELDAGVIDPSNGTPAGITALRKARFLCAGTTQGVLQLRDPKSLKVEHQFTAFTGPVSDFDVCGNLLAACGYS
FRGGNNLYADPFIKVYDLRNMRSTAPISFPTGAHRLRFLSKFSSRIVVVSASGTVSAYDASGTAAPPLFYGKLAMDTNES
YCTALDVSASCQLLAFGDSSGMVSEWVPALVADNVWDEQQAYQGPQQYDENGEPIPMDYSLYTPEGQLLESLDGVQVNEF
SRETEHPGQDALSLYDGAVPLAVEDTSVPLASIGMPFPSSDTLSSDWPVSKTVIVRRPPVPIDDSILRAMRVVDFVGYSP
NEPTVRRRNQTVYPRYWIDPIGQGMLRAAGRNSAGSANAAQAGRLARIGPATARRGALSSPARDRRLLGGQSSSSSSSSS
YSSSGLDESVLYRSIVPPKYRKVEVKYTRMGMEDIDFGDYNSTVFSGLEAQSPNAYCNPVLQVLYFLGPLRSHLQNHLCW
KDACIACELAFLFHMLDMSIGGTCQANNLIRALRNVPQASALGLLLADEFASAKANLARLIQSFLRFALQQAHQDLLPTT
PSLVASNSPAPAVSIIRQAFGSVVDTHTRCTCGADQVKATETFIFDLIYPPSPTSVSATGVGGSTTGANASAAAAPALTP
SRAAHVRPFVSIIEDSLRREQTTKAWCDRCNKFSLSEQTRSLTNLPFVLALNMAADKEGGADYWSALEKGHAARHAANLR
AAADRRAEREARRQLFADESGSEADNKAATATTATLAGHDDHHHHSSHPAVSTDPIPSVPSALKLTLPTAAEGGGSAAKR



GRGVCVSEIPVSQAMQSNTVTPLSAEDKAAAASAAANASSADYLLVATVVLIKDEDSPSGHLVSHVCVAEEYMRRFRLDP
AQVWTMKPSRWMLFNDFSVHESSELEATTFYSAWKQPCSLIYVRRDLFLLDAPIRSPLTLAVFHESGAGGVASTHATAQT
VRKHAGPLGLSVAAQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQLAAAQSRRNMHPPTFTPLAPNEIPASGQLVAID
AEFVSLNPEEAQLRSDGSKSTLKLAQFHLARVSVVRGQGPLEGIPLIDDYISTSEQVSDYLTKYSGIKPGDLDAAISTKH
VTTLKAAYVKLRYLVDAGVKFVGHGLQKDFRVINLLVPPDQIIDTVELYSRKRQRKVSLRFLCWYLLKIDIQADMHDSIE
DARCALFLYRKYQELEAENRVESTISEVYEAGHKYGWKAPHWD*                                    
>Mvib_comp169460_c0_seq1_fr4                                                    
SPPTNGTLEEPVDKPASWVHALFEGILTNETKCLTCETVTSRDEAFLDLSVDVEPNSSLSSCLRNFSKSETLCQKNKFFC
DTCRSLQEAQKRMKVKKTPNILAVHLKRFKYQEKLQRYIK                                        
>Mvib_comp10491_c0_seq1_fr5                                                     
GMSAQASNFLRAFRTIQQANALGLIMADDFQARRANMPRLVPNFVRFLLQKLHQETTPATGAEEASLAFRIFGGRSNYQS
RCQSCGSTDSRTSPHFLVDMVLPSDVPTNQLKQHTFATMMTQSLRREQTTKAWCQPCGKYQVTAQLKTLVCLPDVLPLAF
VLDKESDLNFWAQKNESVVTAQRERQEAERRGKSKRVGVSAAGGSPPPPETHKSTSQTHAKKKSDAVHSWVPLGLRIVLF
ERGTETVEEYHSEEEVNAAAEQERVRASEAATTGGTDGIKQCVVYRLKSCVATVKDHHCGGNLVEIVRMDSAYHERAGVP
QEKRSEWYLFNDFLIEPVSVRDALLFDVTWIVPCLFTYERVGIADDPQWARAPRSPIDNTVFGRPPLNPARAVLSCVPLR
SEEFPLGADNTVAIDAEFVALQHEDMDIRSDGTRNTLKLAQMACARVTVLRGWPLATDNADCVPFVDDYIHNSEQIADYL
TKYSGISPGDLDINVSTKHVTSLKDMYIKLRCLVDAGVVFVGHGVAKDFRVINLRVPATQVKDTVELYRLGKRKVSLRFL
AWAVLGLDVQSGDHDSIEDSRASLLLYRKYLELERDNKLTALMTSVYERGRKLNWRAPHWEK*LYNSS*LASCKKKKKK 
>Mvib_comp10491_c1_seq1_fr5                                                     
KRARRKEIKYSRLGLEEFDFGKYNKTSFRGLEPHIQNAYCNAILLALYHIAPVAVLFQEHLCDSEFCLSCELGFLFHMLA
APPCPADGGVGMSAQARNFPRAFRPIQ                                                     
>Sarc_SARC_07650                                                                
MENVGNTCYLDSVLMAMFGTLTTFDSLLTRDMEDPRIRGLQHELLTVVNRLRNGRLVTKEQMKRLLDVLHTLNWPTADGE
RNSYGQQDASELLITLLDRLGGPLLPMEYRMVHGAMDSSGDETLVKESILQVSVASVDGDNSCDRPTKLVDVLENHYFGE
DVVDIEREVECDKMGDPIKRTKVKALRTLHSLPFYDSQSVQCNSQHPQSTQNIIIPICFKRYSNAGGIPRRLDRRVEIPT
SLDFSQFVSAESMPPQTYTLELMSLVCHQGQQMSSGHYRAYIRTLDDEWLLFDDLATP                      
>Cfra_g2438                                                                     
MGRDNKKKDTKVGKKGKGSSAESDLNEKLRPGEHLDDIDPAVVRFTHSKISPTFSCGRRLEDTLTELVEGRLKVSQLPKI
TVLYGPDGSMYSMNNRRLWTLKQLRDKGMISGNKITARLRPLSSVKTKCAEDRYNSERCSLSAKLMHVSKPTEATDMPAT
NEEVEDSADLGTKKITANHGRTKADPVLEPDPEEQELRIVQVVSAIEDICSTHRQCDITHTKQEIVKTQTNQQNNILSRN
SSSHGSTNGRHSDGDVQLLIPASRNTCISVCGNRERVTVVEDYHARAKHTVNFTRSLDEDDKWDLVSQMPSRTDSLSSVC
SITEEGVTPSIPQTEKETVLTALALKSALAESGAVLYTATNAMAEQMLKNVGWNVNNAVYGLLAAQIEESHIHRRCILLP
TTMPTGELQGMENGGNTCYIDSVLFACFAALDAFDSLLTTGDSEAQDNGNIRVLQDVLLRIINRLRSGELVSSMLMCSLL
DTLHAMGWESDMHNQPMNTTKNKMHGISTHSQHSQQDAGELFLFLLEHLGGPLFPMVQDMVHGGMADSSDQRIIDERMLH
VVVSCGGDSPTSLEALLEEHYFGINVLGVRRDVVDKMGDKVSQNVLALKILRTLPHYSSNNRTTCQQRIIIPICFSRYSF
SDGTPRRVNRRVVIPISLDFSRFVRVDSQLPQSYSLELRSLVCHRGTSVHCGHYVSWVRTLTDEWVRFDDMASPRVQLMS
VSQTSRFMDSSWATDAYILFFELTTLENVPKIKQRTIRNHRHSSLLPPPVDSSTKFSSLLERSTSELMDCSWVNIPNTNE
CQSGASDANEQILNCRTM                                                              
>Cfra_g4108                                                                     
EITYSRLGLEDFDFANHNRTRFGGLEPYASNAYCNALLQGQNCQASNFVRAFQSIPQASALGLLINDETDRQTDKGKVIQ
GFNRFLLSQVHSDMNTIGETKSNPTPTATPTQTPTPTPTLTASTHIQAPSHKQALTRALSQTHSTTNTNTQTYAQHLTQH
THMPTYAHPIPHNVKTGSVSTSAHTPISAITHTHTQTTQKTTNDATQGASKSLSGRSPNAGDHFRTSVMSRSTCQYCSTP
RERETESLVFDLTYHSGSEESILSTKSSSLEKGHALQNTSSGSPSGSSMIRETVTKAYCESCQSYKPTLHQRKITALPDI
LAVSCGTMSDSELAVWRSSTDTRSKTNTRHMASSEGLDSMFEETLGDELESSVYKAKSASWIPSGLIANIQDKHLSIAAS
TRESIQQSAVPGDGPNTNISASSINSPVSLGPSPIRASLPPLTQVSTTAATHQARSENGVDPKRAEYILTSMILYVKGKS
GGNVVSVVWVDGEYHKRASMPVPDSSARGNVPDKGAGTSTNDCGSWYVFNDFAINSLSEEEAFDFSLAWKIPCLLYYTRS
EYVPMDTPVPVKTQSSTPTSAKPAQEKTSEITDIGPLSTDGKREPTDSETTRKTSTTAPSSDDKVYAEDSSPQAQPEPEP
TPPASQVRAMQTSYHRFQQLHKPLTQIVNPSTYTSTPSSTTTSTSTSTSASTSASARAKVQSYAQPQPPTHIHQHPLHQY
LPHSAQKIGPMPVPPRPSVPTEGLTLAERLLRQPQAQTQTQAQTQTEAKQQRQQPQFYLRQLPAHTTSLIPASTPTPTPS
PASTPTSIPLTTSISTSTTSTSSIVDVCDETVEPDERSSNTQTQSLIIKTKDSESIPKIDIPIDVFVNDVEFTTPTRFAR
TATPHIIVPVTSPESLPPPGAKVAIDAEFVALEKEEAAIRSDGTKSTIRPSQLCLARVSVLWAEGTAIGTAFIDDYICTR
EPVTDYLTQFSGINPGDLNPSVSKKHLVSLKTTYLKLRVLADHGCIFVGHGLKKDFRIINMIVPPNQVIDTVDLFYMPRQ
RKISLRFLAWFLLRMDIQESVHDSVEDARTALFLYEKYKELVTSGTLEETIRSVYDAGRHFKWRAPHWP           
>Contig56372_Abeoforma_whisleri_fr2                                             
QQQQQQQRSSSPRTPAPYQPSPSTTVSKPVHTSSAESGSGSIRSTSPPTIVDVTARRVSKVKDDDLNLVRRRSTISETPK
SKPLPSDNDEEHGKSLYFSTASFVPKGIKNSTGENNCFLNGLVQALYHLDTFRSAFAQIEHSCAEGSACILCSLNTVFVA
YEFGDEPFIPADGLRQTLSILYANEQRFQLNHMEDAAEAYEAVVSNLHFALRPDKPDLCEPFCAIHKVFGTRINENWVCC
DKTFSSTYDNFIQYLPAQSIFESSQRAYMASSQ                                               
>Contig63904_Abeoforma_whisleri_fr4                                             
LINTFGDY*RYS*NYYTT*FLKATNCLSCHSLFPPRV*YCSLYIFRNIFFN*KMEQEWFPLHSVSYPQPSGFGTTCVEFD
PHVELVWSANMSGTVTSYIASTMQKYSSFQGHMSEVRQLIVDRHGVVTLAQGELRMTSREGLRHATFQNDRIADLQCMVQ
AQSNPATFYVGGLQDTMAIVHAVRGRILKEEYVDVGVAVMKRSRLLCCGGVDGSIVLRDPSSLRVEQKIAAHNGTISDID



VADNYLVSCGFSNRHGQYMIDPYVQIFDMRTFRALPPIQFPTGPSLVKFMPIFSSYLTVTSQAGQFLVLDVNTPNAAAQR
YPHQVDISQGEMLTSFDISSTGNTLVFADSAGVVHQWANTTNHSVNVNSRDLVFSDPVPEYSDVNVNTFDDGPVPNFPLA
PTSQMLLSSWPQGLQQVKRKLPVTISQELLNNVKFIDFVGSAPNPGTRLRNQVENVVTPPLKKKAGFRQKYEREDSYPHP
NSVPRHFRKNEMKYSRFGLEDFDFARYNRTGLGTLEPFMGNAYVNALLQVFFFISPLKKVLKAHLCKKEFCLACELSFLF
EMLDLSKGKNCQASNFVRAFRTIPQAACLGLLLTGEEKKVDYCSLIQSFNRFLLQQIHLDVNRDDHGRDIPNSKIGKMVI
DLLQIRFNSINRCQCGLEIKRKADAMVIDLVYPDSQGSNSNNDNNDNKKVSFETLLTNSISKEQTITRAWCETCQKYQPT
VQKRYATGLPFLLSINCAVDTAEHLNLWHHDNTKDDTEPYWLPAGLRCKIDGEKLDVKSIDIENIDWAEEDNSNSRITVF
YELVSVTSFISDEKYGGNLVSEVKVPKEICDSEWFVFNDFAVTKLEIGEPFQINTSWKTPCVLYYKQISPPSTVVSGSAG
ASDTKQDGGVTKENKNNNKRKNKNSNNGKGDANGNGNGNGPRKQMVEEDFDLPKAVYPESCLYEDSRVTSAECPITFTRV
TKQNIPKCGELVAIDAEFVALDLEEASIRSDGTKSTIKPSQLSLARVSVVHGEGPFCGLAFIDDYICTSEQIVDYLTQYS
GIHPGDLDPSVSTKYLVTLKSTYQKLRYLVDAGVVFVGHGLKKDFRIINIIVPTNQVIDTVELFYLPKQRLISLRFLAWY
LLGDDIQTSNHDSIEDSCAALRLYRKYLILKHENKLEKTLRDLYAAGRKYKWKAPHWIT*IISYIK              
>Contig18851_Pirum_gemmata_fr1                                                  
LLLLLYMQLCVGINASIEKPEQLHLWSCDIEEEDCNSYWLPEGLHCKLNKNHENNNDKISIKRFHPDDKNLLTTMDNETG
VFYELFAVVNYINNKKYGRNIVAEIKIPHDRHKVKENYELEDRWYIFNDFAVTTLSSEEQLHTDVNWKTPCMLYYKAIQP
>Contig18850_Pirum_gemmata_fr3                                                  
DYPNLIQSFNRFLLQQLQLDFALPKLENKYTDNMVLDLFQFRFKSVSVCNTCGLEMTRGADVMTIDLVYPNGPVQNFSPK
TTPTSTPSSASSNKPNISPSLSSQSSDSAIGSTNSTPFIPKVTATTGLTTNFETVLINSIAKEQLTKAWCDDCQGYQHVR
QHRRATHLPLVMGINASIEKPEQLHLWSCDIEEEDCNSYWLPEGLHCKLNKNHENNNDKISIKRFHPDDKNLLTTMDNET
GVFYELFAVVNYINNKKYGRNIVAEIKIPHDRHKVKENYELEDRWYIFNDFAVTTLSSEEQLHTDVNWKTPCMLYYKAIQ
P                                                                               
>Contig20970_Pirum_gemmata_fr5                                                  
EAFNLSKA*KSSPTYLLVI*MEQEWYPLQSVAYPTMSGWEPTCTEFDPQAELVWSANCSGVVTSYMGHTLEKYTSYQGHV
SEVRQLFVDKHGVISLAQDELRVTSREGIRHTTFRSDRIVDLQCMAPAQPNSGNFFVGGLQETMALVNVPRGKTIREDYV
DVGVAVMRRSRMVCCGGTDGSVSLRDPMSLRLEHKIEAHNGTISDIDVADNYLVTCGFSNRHGRYLIDPVVKVYDVRTFR
PLSSLQFPMGPSLLKFMPIFSSALTVTSQAGLFMVLDINGPPGQANSKYPYQLDTQGEMVTSFDVSATGNMMMFSDSAGV
MYQWANTDNYCINFNSQEVTFPDETSQTTRFDASEFDDNIPMARKMNFTGRNLLSSWPQSFQFVRRKPPVKISEEILKNV
KFIDFVGSAPNPGNRLRNQVEHVYMPTDNRFRKGNRFEREDSNPLGAVPRHYRRKEMKYSRFGLEEFDFARYNRTIFSTL
EPFMGNAYANPLLQVLYFLTPLRNILKGHLCKKEFCLACELSFLFHMLDLSQGTPTKNCQASNFIRAFRTIPQAAGLGLL
LTGE                                                                            
>Apar_comp23175_c1_seq1_fr4                                                     
RKFKFPRRVR*SVYILQLESLRVCVLGANLIHICVCICPLQLFEFAYFPPDIDNTPRLSSCFWELEPKKKTVVAMNMGGE
GAPVRLSNSGAQWGSN*GAMDGSEWYQVQTVAERLGRGWATNYVAFDPFSELLWTGSQSGLVASYHGSSLEKYTSFQAHA
AEVRQVMVVDGGVVSLAPDELNFTSREGLRHSSFRAGSMQDLHCMVQAQPNRATFFVAGLQESLMIADIARGRLIREIPV
EQSVAVVKNSRFLCCGCTNGQVVLRDPTTLRAEHTLDAHSCTIMDMDVSGNLLATCGFSERHGQYIIDPYVKVYDLRTMR
VLTLLQVLPSGPALLKFMPTMPTCLAVVSQTGEFQVLDAQNASNPGAYTYQFDMDGSICTSFDVSSTGTLMVFGDSGGLL
HQWACTDDPAVNLESRELVMPDPVPSLSPININDYTVPLSPVILPHYDEHLLSDWPKRFTGPYSRPPLSIPADVKDHMKI
NDFVGYAPNPGSRLRNQIEYTHVPRLKRQQRQPSMERRDSNSRLPDSVPRPFRRKEIKYSKLGLEDFDFAKYNKTKFGSL
EPHVPNAYCNAVLQVLYFLAPFRAHVLSHLCEKEFCLSCELGFLFHMLDLAKGENCQASNFIRAFRTMPQASALGLLLTG
EEKKANVPQLIQNFNRFLLQQVQQETAAGTADQSVVADMFRSQQCISSRCAVCNEEGTRETDGLMFDMSYPAEYLPLPFA
SLLRDSMLKEQQTKAWCAKCQRYQITVQKKRIKTLPKMLSISCSAEKDSDLRFWHSPDGGVYNEEFESWLPTTLEVTLTD
TNDVIITSTLYSSVEKGGLDDGAASSTSELCDPSVDQSDAGDSMSATTENTENGESEDPLPTSSNGMPESTPSANHDLSV
PMPGPFAPPSPAVIPVTNMNYAKAVGKLLGKSQESPSPPYSGNLHTATPPPGGNNQTKETEGTEAGKEQEGVNVNSTNAG
EGTLVPPGQESKNGVKDEGKSGVVQRIQYELVAVVAHINHEAYGGNLVAQIKVDPPYLKRVGMEGVGSQWYLFNDYSVST
LSAREAFHFNTTWKVPCLLYYAQVGLSEGIQDPPSRELVSADILMDDSKYVAKNRRRPSVPRSIVPVTLDRLPCKGYHVA
IDAEFVALHKEEASIRSDGTKNTIKPSQLSLARVSVIHGEQPHFGEPFIDDYICTSEQIVDYLTQFSGIHPGDLDASVST
KHLMTLKATYLKLRSLADRGVIFIGHGLKKDFRIINIHIPPEQVIDTVELFYLKWQRKISLRFLAWYLLNMDVQAGNHDS
IEDSRTALYLYEHYKQLVAEGTLDKTLREIYEAGRKYKWKAPHWES**MR*RCGYSWPTSTRKRPNIYNGDIRDESVKIA
SRRIKAGRLPSQSPRHHNAMIFSQSQGMIQSWFSLPVTHQEKLITPNREEMIIS*FSAFVKGWCVRIQSM*VAMQYS*SI
NIKK*RIKLENK                                                                    
>Contig4517_Corallo_2_fr1                                                       
IFHLQANSLEFDQYARSRIKSDIAKLEKMSFEWQEVDVVYAAIPSLGAYINPTHVVCDPYQELVWCAYPNGRVTSFLFPE
LGSVYTSLPAHHKERIRGLECTNLGVLSISATSAHLFARHGKTLLRITSNQLFDKQRERHGTNANCDEVKGPLPPAMNND
DDGRGLSASEFTSVCDNGGRPSFIVGLTYRTPLDHSSGAGKVMGGIFTIDAYRGSVLRYMDTEKGVYQIKRAAHHVVHTE
AAGGKLFVRDAVTLELRHVIETGCGILHDIDVRGNSLAVSGVTFRGQSAGSKAAAVAAAAAAATQHYSQYHQMVNSQHAD
PLIRMYDLRLGRALAPVQFAPGARFLRFWPRWPTGLASLSMLGALQYLDTKGTMTPESMIVHAPLASSQHQIAQAGGSPE
SVQAVTFAVASQGTCVVVVDNMGAMHLFSDLPKEQLSLHGGYGEQVLYVDEPRDFVRTMVLPDDDSVSLGCFPLPATVQV
PEWSIGNMDASYLINETPHDPDMGHLNNLRDSSPTKQFHGHISGTRYPGPRHHDGQRKFHLTGDMPYQMQRIIQVPIAQI
PEELYREAKPIHNVLYAPSKGRNRGQLATFVMPKSGTGSHHHHHHHRSAKHHGHHSVRDGDRAYRDGGAGGHKKRGGTKD
GDFDLEHADGANLWKTSRPPPSHRRVEVKFGRIGIDSFDFQSYNATPFASLESNSANAYCNSVLQVLYHLPFVGSSLRSH
LCSRQLCLSCEMSFLFHMLSLQTTNKNCQASNFIRTLRTIPQATALGLVSSEDTDKAHTRDNLGRLIQNLNRFLHRQIHT
ETHTETGGDWNRKDSAATLKKYPENRWLIDDLSEEGGKTEESEPYPNRAIGQDIVRRFQGTNTEIQDICGSCKQVKVRSM



ETFIIDMHYPPLTTQQHSLIKEGNPIPDAKDPHDVDPTVDGPTFGGLISNSVDKDVKTRAFCENCQKYSLIRQKKHWTRL
PHVMNVNLGLDKRSERDYWKAKGRNWVPHRLGMRLNEEGSLETIDLPTLAQDSDNTSATDDPDEAGNQARKDGYTIYHLC
SVISYIQDEQWGNTLVAHIRMDATHFERIGADMPVDIMKGHRKWYIFNDFCIRPSSGEEATLFNDAWKTPVIAMFVDERL
VAHDRCEIPNLITDDVLLMEEEDAMILDDGRLETSIKDKKNKRERKVERAYTPLVKEELPDEHSIMAIDAEFVALKHEER
IIRSDGTKSTVKPIHMGLARVSVVRGQGDTKYEPCIDDYIQTNEEVVDYLTDYSGIEPGDLDPKRSTKNLCSLKWTYLKL
RRLIDRGVKLVGHGLKQDFRTINILVPADQIIDTVDIFHLPHQRKIRLRFLAWFLLEEEIQSETHDSIEDALTALKVYER
YLQLKEEGTFNQTLQEIYEEGRRLNWTPPHWES*YYVFASLSI                                     
>Contig3290_Corallo_2_fr3                                                       
TYEVERCKMILCSL*HPYF*VK*SNAGAPEVGESSKYER*NQKTCTEINRIIVSTSIE*PVMSALLRSLDAFRVYLFGEP
EGDELQHLVETLYLCGLTLPPYLATGGSGSTVQSWTTSSCNFQSETASSVESTSNSPRSPWQSRSPRSNSTGSAPLNGLT
AQIDQTAKIRLQNVDPPVCDVKDPRYSKQLARHLRGLCRCQAGGMNDGHLHVADYYRRQLPASWGMNASLAIELLRECYF
DLDRTIEVWYERQKLWQLLVEPIDETVTPRGAKNVGNTCYAGALLLAMFSYSDAFDPLLRRTYEKAEINRLRNAILVFVN
RVRTGLGGSEDVMYQLMDALYQCGWQRRGQQDAGELFLFILDCLDAPLLPMRERMITGQQGKPSFRITCERIVQLYVPQG
PSCDLMDLLDAYFHDKSEAPEETSTGNRTETTDHKAQNGSPNGAVRGDYTKLPDQSEKLEVREGTATASNSYRSSQIRMK
PPQVSRQLSLLSDAQKHEVMSSQLRSGSAGSLAARSETTPTTRRKGTIRHTHGGRPFRHAVEHSYDDVAALARSPPPTSL
KGPSALTATVSVESGLGQYTNKLDKNGENIPVNGRDTAKSPGVSIQSSRGTATDVPSLTLPTNQDEADLSKAGKIPWRML
TMLPWYIYSSTESKYEAVQAYSQSTEGHALLLPITLSRYTRKGWRTNTKVNIPAVIDFSKFVARHPADRLNAKHKWLLRL
HSCVCHKGTNVYRGHFISYSFTGQRWVRFDDMQWYGNMKANLSDYERFWNEICLDSYILIYELVRGNPDGTTSRPVVLPH
INGDHSPMARNTTNACVVM*RRSQTRRQQQTRAKQTDSTKSNNVMV*TNTENTSKLIHLCYKNRKNKDTQAGRRCLGLHP
NDT*FAQLRQKTFLWSLAVPRAQRRTGTGHPRRKMQSRRTD*THQPPVDSSVSTETT*TN*KKHWST*LHSGHESVRSLT
SK*WVQIPPRRRKRTCT*TRLPLQQSAAIPGLEDYR*SRGG*RLRPCPGTRRPCCGSRTRGSLGTGNSQGRLRQKRPSDP
GGRVVPAQRTMRTFSADPAGSQPTPGLPDRSV*IASQCMRAGD*CPCTRARTVGQRPGW*RATFFCRRTWL*IRNGGLDC
HAPEYRNRSTLPCPAGALRQLLPLRRPSRKGKSVTLG*SCRRLRVQS*KAGTRLRRSCANSYCHRPYRPQIYQMCKRFDR
LTTDCLSD*WGQLQ*HRSGRCC*SVHCSIPSVCDQPKR*ENPGSLLSQSSSRP*ALRSSSVHASGRSDPSAVQRSTPRRS
VPED*RIRTWLWWRRPVRMSC*DLLTPAH*N*DRNQIQPNP*LRCRWPEGGPTATVPWRPSARLFRRCCCLIHCCRSHCF
PSQQEIDAADLPFSRVEAVSHSLRPRCPQ*GEAS**YYCWSRVFCSWWLCQNYQLSQCLRHYCCY*LHNYSDAKVYYTYI
IRQNYDRHSLS                                                                     
>Tmel_XP_002841488                                                              
MLLFRLHWHLTPTKNFYGLGASKVGLLLTLVPIFENIPVTVVNDRGVISLAARSLHFSIRRGLAQWNIKHAGFQNLSGFA
YTNRGTSEILVGGSQSSMFTVNVDRGTVIGEYSTEDDIKVMKRNPRAIVYGTGKGDVKLLDMNTFKVVREFPQAHGSTIS
DLDTQGNTILTCGYSPRQGTYHLDTLVKVYDLRTNRALAPVGFPSGAAFVRMHPKLSAAAIVASQAGQIQVVDIENPAAI
KLYHANVTSYITAIELAPSGDALALMDADGYLQLWGSPDKLRFTELMNPVEWPEPLVLPNVAIKDDSPLNSIGMPYYRDV
LLSAWPPHEIFNVNKMPQKIDADILAASATKTGYAPYHKRTPRYCIESTKHTDPPGAVPKFLSQQAKDKGSRNSGDFDDG
KLLYGDESRRQFEVPPVFRKVEIKYSKFGVDDFDFEFYNKTRFSGLETHISNSYMNPLLQMYKFTPLLRNLALHHTATAC
TKDDCMLCQMGFLFDMLDKANGQNCQATNFLKTFSSLPTADRHGVLEEDSSSGELLSSMIQSLNRFLLDQISMDQRTWQN
DSRALEEAITIGATKSQRCNICGKESRPLGDTNVTDMIYPPKHSKPVQSFSALVKQSIQMDTVQKGWCDKCQRYQQQAMR
KLVRRLPKIMVFNATTNEKSLTYVREHWSTPGWLPDEIGVLVTNGQLSVYQGEDLIIMRERCENLVTFDLVGFVAEITPE
EKRNTHLISFVNVAFSSTDRTEESTWHIFNDFLVTPVRKEDALDFAPKWKMPSVICFQARDPSNAIDNSWRNHLDTSLLY
IDYSFGYGYSERECKSLEQHEEPKPGTLVALDAEFVSMQNEETEVKADGSRSVVRPSRLGLARVSVLRGGGVDEGVAFLD
DYIITREPVVDFLTEFSGIHVGDLDPSTSKHALVPLKVAYKRLWLLLNLGCVFVGHGLLKDFRIINIHVPKEQVVDTVDL
FVLRSSQRKLSLRFLAWVVLREEIQLDTHDSIEDSYTALRLYKKYLEYSDAGVLEPMLNNIQIEGMKTGFKPPPRGFLAE
HRTDTPSIVQEGRSEANTPQPRGGVPKWLGA                                                 
>Tmel_XP_002837306                                                              
MPNPPWIQPRLFCGDLYGGEEKPRKSLPKPGDSTGTNVVVEMFWNYQSILAAAWGVHSSLPRVSMQVTEIANELAKVGIK
VEDRTVQRVLRGRYANGNVERALQLLVMIEDSNDGIVSRVRDDVKILGAENHGGVTCYLDTLLFAMFARLDAFEAMLYNV
FDEDDEKRRKLAALLRLFVNLLRSGHLVTTDIISQIQHSIAECGWEEASSPQQQDPSEVFTFITDTLQLPLLTVKVDIAH
GGKEIVEDDHKFISERLLNVALPDEGADPRDPIPLEACLEEYFNGRVDVRRQLERRATADTVHSHDVEKGSALHIETVDL
GSSPNTPAATPISSQPPPLASAPSVLGPLAAGKPLLVRTVKVEGEIESEDGKLKKSTTLRREMLLPAWCFFSVLPFYTDT
LPTPAPKTFAEHFSAKRPVLGLCLKRYSWNTTGGARRDHRRVDIPLQIALPTFVADDEMGGDDDGPLYGNFKLVLQSAVC
HRGNSVHSGHYIALIRGEDNKWLRFDDLAYANRVSEIEPERAFEEESPYLLFYQVQPIEDDTSATTPSVASTMDYPQEKR
WSMISGASEGSCAPDLEVNGSSAEFNGDEPPTFNDPPVYEKHDRLEHSSSPPPPYIVESKTSQPSPTRSSPTTPVPTVPY
RSLLDPEAGLRPTSRSNNRPGSKDGAPVARSSSRRSKSEVSDKRSSWASVLMTRARSQDKEKGRKSSEWARIGTPAWLGE
GGTKGERRESESSSSLGEAAVVVDGDERDSVKSKGKEQGLREAVFKAMEKKGSKEGREKEKEKGKGKDKGKGKEAVRRKG
SKDKDLRECIIQ                                                                    
>Ncra_1074NCU01180                                                              
MEKLKGTKTTSLVPKKFRSSRPLSDMAWLSIFRPESVKQALREKGEVEKEASKIAEITRQLEELNYTEISEQIVRFSLNS
KFANGDVNKAIELIRLQQKAFAGIIQPYNPKISMQGAENRGNVTCYLDALLFAMFAKLSAFECMLKNDPADENHGRLAAL
LRLWVNMLRSGMLIHTDMTQLIQESLAACGWEEAQELEQQDTSEAFAFITETLQLPLLALQVDLFHQGKKDEDDHKVVHE
RLLNLAVPPDPDGKGIKLEDCLEEYFNNKVDVFRDSVEEKKGDDERGPLPRETERLLSEDEDGQTSDQGDNSPNLQRRWT
SQDSTTRTPVSMLDITSARPELPAAPRHRSTSIIQRIVVEDRKPPLDAENKTLLQKAKRTSSTVVKAVTIPAWQFFRLIP
WHATAASNGEPSNDVEVARHFNQRPVVGICLKRYTMTETGFPIRQNTLIDIPDSMRLPHFMMPDDDEKQSNGLSQEYKLV
LQSVVCHRGDSLHSGHYVAFARVAPKLLTDNRRYEHDPPPDYEEAQWVKFDDLDLDNRVSYVDDIRDSLRQEMPYLLFYQ



IVPMVDVTAASTDGSVGEPPSYNESTTVVTSVPGTPSMEPLPERPGGMSRSISGYFDSASTLVHNGGGPNIRFSTELERP
ARLSLDDDPYGTGSAGRLRAGRSRRGSLAVSDTTTTTTAITPSDVGAPSIQPSTPPEESTSTRLGRAAAKFKSKSRPTSQ
AGETRISLTITRWGLTRPSRDALNKDANSGAGNSSEGGSDEQQQEVKEVEDVSDKNQKEKNKDKEGHHHLHHYRKSKKDK
GRDKDDTKEKSKDKEGKKEKGDKLGKSKETGKDGVPDRECAVM                                     
>Ncra_9040NCU10733                                                              
MDSRDWTQANYHAGPASTIAFDNQDELLWIGTQKGFAGSFIGRELKRFTAFRIHPETDGPLRQFLFVDKGVIFLGSRSVY
MAARSGVPIWSIRHESMQDLRAMSFTSKGTSEILVAGWQNKMLVIDVNKGEVVKELPTQDQYSFLKMSRYICAATNKGTV
NILDPITFTIKKQWQAHGAFINDLDTSNDFIVTCGGSHRQTHNTPAILDPYVKVFDLKNMSAMNPVPFAPLAAHVRMHPR
MLTTAIVVNQAGQIHVTDLLNPSNSQVCYTQPQGVVLHFDVSRTGEGKALADNKHNTYVWGSPNKIQFTEIGIPPRLPDP
PQPSLLPPDPDMLEELPLSRIGLPYYREQLFSALPPDIISDVGAPPQQIDPNILSTLTKTDWGYIGPNKTGLQRNQYMDT
RSTMKTSNTIRAPKFLSEKARESQTGSEDNTLATNETAMMTPNNDHWSLRPEAPPEYRICEIKYSKFGVDDFDFGFFNNT
PYPGLENNITNSYANSLLQVMHYTPLLRNMALQHAATACLADPCLLCELGYVFDMLQKGEGPSCHATNMLRALNHTSNAS
VSGVLEDIAKDKNPSTLVKNLTMFLFDKISQDYKGTPPISTELERTLFKLNQPPNPLDLVKRLLETDARYQIKCMHCQHV
SPRTATTFVNKLCYPAAKPNIRGMKAQRITFSQVLKAGLENEAVNKGYCTKCQRYQNLDQRKIIFNIPAVLALCTEITTA
EHRKLWSTPGWLPEEIGIIVDQGHVYCYEGDDLKLHLNRGIHNITVYSLVGTVVNVETKSPQKSHLVATVNVGRAEPESK
DQDRWHLFNDFSVRGISKVEALTFNAAWKMPVVVMFQVKAANHRFNMDWKTRLDTSVLFRDNNPHALKTYELLDRETEIP
GPDTVIAIDTEFIRLKEREIHIDEDGKSKTIRPISHAIARASVVRGQGSREGVAFIDDYIHIKETIVDYLTEWSGITPTD
LDPINSQRNLVSPKTAYKKLWVLVNLGCKFLGHGLSQDFRVINIQVPRNQVIDTSIIFMKPPSQRKISLAFLAWYLLKED
IQQNTHDSIEDAQTALKLYRKYEEFMANGSFHDVLEALYKKGKTLNFKPPRISTGAAKDAGFGAVHRVGTPPVPAPGTTE
GSFEISNSSTATTGGSALSATGGMGSASASSSMPSTPVRKPIGLGGPFTVAGVVKPSPATSLDNFGAGAVGTGITTAAAT
MGGGYGGYGTDGAYWGGPNDMAPTSMIGGSAFIPAKFPPGPPETRGFIPYRPQVLLAEREAAAAAAAAAAAAAANNDVGG
RGGVACGNGGAGGEQGKQDEESDNDEMRRQQQELFAPEPYAPGFEQNLFEASRRDEGSPVVEYVSPPAVEEDDSSTIKEV
SSPVVKEVASPTASLSSPAAVVGEEEEKQKDEDVPPAIEEAAADPSVTTGSSSTLAAEKQRKQEEEEGSSAVGGGGGGEE
GKQEKQDDQGSTPALAP                                                               
>Scer_SCRT_01092                                                                
MNNWQHFFNNPVDLSEHLKKPYFRFDNRDKEITAISFDEKANLIWSGDSYGCISSYDPTFQLYTRYRGHIGGNSVKDILS
HRDGILSISEDSLHFANRRGVTKLNLTSIDIAAFSELNTMCYSPHSLKNNIYCGGDNTNWGIASIDLNRGCLDSLLNYSS
KVKLMCSNNKVLSIGRQTGTVDLLDPTSNRTIKSFNAHSASISAMDLRDNTLVTVGKSKRFYNLYADPFVNVYDLRTMRQ
LPPVSFSKGTTMGSGGADFVQLHPLLPTVMIVASSSGSFDFIDLSNPTLRTQYVHPCQSIKKLCLSPNGDVLGILEADNH
LDTWRRSSNNMGMFTNTPEMLAYPDYFNDITSDGPISVDDETYPLSSVGMPYYLDKLLSAWPPVVFKSEGTIPQLTGKSP
LPSSGKLKSNLAVISSQNEKLSTQEFPLLRYDRTKYGMRNAIPDYVCLRDIRKQITSGLETSDIQTYTSINKYEVPPAYS
RLPLTSGRFGTDNFDFTPFNNTEYSGLDPDVDNHYTNAIIQLYRFIPEMFNFVVGCLKDENFETTLLTDLGYLFDMMERS
HGKICSSSNFQASLKSLTDKRQLENGEPQEHLEEYLESLCIRESIEDFNSSESIKRNMPQKFNRFLLSQLIKEEAQTVNH
NITLNQCFGLETEIRTECSCDHYDTTVKLLPSLSISGINKTVIKQLNKKSNGQNILPYIEYAMKNVTQKNSICPTCGKTE
TITQECTVKNLPSVLSLELSLLDTEFSNIRSSKNWLTSEFYGSIIKNKAVLRSTASELKGTSHIFKYELNGYVAKITDNN
NETRLVTYVKKYNPKENCFKWLMFNDYLVVEITEEEALKMTYPWKTPEIIIYCDAEELRKPFFSVDTYSINYDILFRDYF
ANGIRDTARREYKLLTHDEAPKSGTLVAIDAEFVSLQSELCEIDHQGIRSIIRPKRTALARISIIRGEEGELYGVPFVDD
YVVNTNHIEDYLTRYSGILPGDLDPEKSTKRLVRRNVVYRKVWLLMQLGCVFVGHGLNNDFKHININVPRNQIRDTAIYF
LQGKRYLSLRYLAYVLLGMNIQEGNHDSIEDAHTALILYKKYLHLKEKAIFEKVLNSVYEEGRAHNFKVPETSKG*    
>Cneo_XP_570481                                                                 
MNYNPLHLLPLPPTALDPKPIPTSLTLDPFSDVLWVGASSGIVSALCSPLTLARNVHFPAHGCKIGGGGFSAQGVSAVRE
VRVTDRDVWTLTEGGIGGRKRGGAPKWIVSDVTRSLRTMSPNPTNSHELITGGSGSLLLANTARGEVVRSIENSSPVVKL
APLHRTVLAAGLSGQVTVLDPRTGFKAAQNISPVQAHTGGLSGADVQGNIVATWGWTHMQGHPLPDPLIRLYDVRALRPL
PPISFSSGPAFVLLHPSSSSHIVVSSQQGMLQTIDMSLGPSATVFQQLDVSSYITSMALSSRGDYLAFGDGDGQLHVWTT
NETGENAAVDENGSIVLPPFNGYDGVKPEWPDQVDPLPTIAWEESTPLNLVGMPYYNEALLSQFPSECYATSTSPLFNPP
ATIPQPVLSSMKMVDFVGYAPNPKELRGKRYVLRAVPGAEGRARGKGRRDSGPRFRSEKDKKGTYKDKEEIEEELNDGEV
PKYYRKVEIKYSKFGIEDFDFEFYNRTNYSGLETDILNSYTNSLLQALHYTLPLRAIATAHICVDCKKEHCLLCEAGFLF
RMLEDAKGRNCQASNFSRAFSATSQAYALGLMDENTNSKSTAPYGSLIQNFNRWLLSTFSTESIVDGETFHLRPFPQKTS
GLDGLSMNDGPSAIDQVLGVKIKTTNTCRHCGFVSSRDSTLHVVDLVYPKKMNPRLSFSDILRSSLIRDSTTKAICSSCK
AFAPLDSRRSLSPSSGHPLPPVLSVNAMVTNSDVYGFWKDKKDVKEKDGVRRFLPKRVTIREVGKLENGQEEGVKYSIRS
MVVQIQESPDAVAHLVSFVKMPSKDGSSAWIMFNDFLVRPVSEDEVLSFPDQWKVPAVIILERENAEELLNLEVLPKELD
REILFKDVSIAWNRKQDMIKHKILQREEMPKRGTLVAIDAEFVALQQEEMEFRSDGTKNILRPSHMSLARVSVLRGEGEM
EGKPFIDDYIHTSEAVVDYLTEFSGIKAGDLDPNNSPHTLVPLKVAYKKLRLLVDLGCIFVGHGLSKDFRTINIFVPPEQ
VMDTVLIYTLPGSQRKLSLRFLAWYLLHQDIQTNSHDSIEDAHFALLLCKLWMDYASESEEAFEIVMEDIFAEGKKLAFK
PPSSAGNMMAEQQLSPVSFPPLSNGDQTVARAVVKSRMATPPPPTKLGLPQWASQNSPSPLRR                 
>Ccin_CC1G_13925                                                                
MASYHPLPPLSSPELSNFSRAITALAFDPVSDVLWTGAEDGVVSTYYGHRGLRGVSFPVCKDAPVSKIVAGDSQVNAFCM
GSNGVGSWAKGGQNKWFFTAPSNIAAFSNTYHSSHSIAVSLTTLELLFLNSMTGRTVRQIPTSSMLTHLLFSHSSLISGS
ADGYIRIHDPRTGVTKNGASESLVKAHIGAISGLQATSNFIFSIGMGERHARPFPDPLVKVYDLRTMRALPPIPCSSGPA
LIHVLPKRSSSIAVASAQGLINIVDASNPSAAGEFYQLDVPSYLTSFAISPTGTYIACGDADGLVHLLSQAEDASLPFNG
FDGQPTPWMDTPAPIPEIDWQDDTPLNSIGLPYYETPLLSAWSPVVATAPYFPPPQRIPPQVLNSIKTNDNIAYAPLPKE
LRGRRNLAIAAPKKENARFRSGKGRKESGSDTTILDDIHIPEFYRKVEIEYSKFGVEDFDFGFYNQTQFSGLETHILNSY



TNSLVQVLHYILPIRQLGKSHITTDCSREHCLLCELGFVSRMLEDAKGTNCQSSNFCRTVGVLAHNSNAIELVDFGRETS
EVDYAHKIQIFHRFLIDHLSSEGNSFPYNPLLLKPTAANHGELAPAPITQLIGVDAKNIIVCSSCKAVREKDNMTHVIDL
IHPRKDTTTAPDFAAILRSSLLRSMTHKATCQSCKHFATFTSQRSIPSSDLPPILALNAAVYNDENIEYWLDSKAGPFLK
PQVQVSGQLGDMDDPQVVTYEIRCLVVKITTKGKQSHLVALVKLPPEENDGIEGSWLIFNDFMVPAIIYMERVDLRGRLD
LSNLLPAGDPSILTRDTSISQNRDQGSIRHQLLTPDELPKPGTLVAIDAEFVSMQQEETEIRSDGAKKVLRPARLSLARV
SVLRGDGPKRGIPFIDDHIHTSEVIVDYLTEYSGIRFGDLDPMLSRYTLTPLKVVYKKLRALVDCGCIFVGHGLSKDFRI
INIFVPPEQVIDTVDLYFVKSRQRRLSLRFLAWFVLKKHIQTDTHDSIEDARSALDLYHAYQEMEEEGVFDAKLDEIYKE
GRQYNFKPPVVEGSASPILSSPGITHSVAQSYVEHSSPMHMAFHPGQHAVYPPSKSWRS*                    
>Umay_XP_760738                                                                 
MADWSEHAHYGNPNGPMGLPPAVTALTFDPYHELLWQGTSFGTVSSLYSAQLSRYTSYAAHGVPTRPSPTKNILADERHI
FSLSDNGIKCSQRRGLAKWSTLTDDLGTNAMNLVSMCASPLAASSDIVAAGLSQSAASTGEIDNENDLIVTVNNSTGAVV
RTVPSEAPIVHVRKSGRFVCAGTATGHIQLRDPRTLKVEHRLHAHPGGLVDVQADAHILYSVGWTVRQGHPVSEPLVKVH
DLRTMRALVPIPFAAPGGPSLLAIHPKLSSTIIVSAPQGQFQIVDIGMPGEGRFFYTNANSFTTSLAISPSADYIAFGEA
DGSVRLWSSSSDTSNLRFNTFVSSSLEFPDMVEPTPFVNWSTETPLSSIGMPHYNQKLMSFFDYDQYVSEASPLFNPPSK
IDPAVLNNIKTVDYLGYANLPPHFRGKRNTVSGKGPGGIRASALHRPEDRKKIGIPLFRSEKEKEQSKKAAAAAADKKKK
KAERKRADAGSDSLNTSTDSRLERRADQDAGSASRTQAGSSKLANRDDSPTDNASQDAQNFADGSDANSDYISDDSEASD
DEEEGQEDVETAEAMLVKGQMPSYYRLKTIQYSRFGVEDFDFDFYNKTQYSGLETHIQNSYANSYLQALHYLTPFRETAK
AHILHDCPRENCLLCEAGFLFRMLEDAKGANCQASNFLRAFGNSHKAVSLGLMDREDSSTNMSSAASAGKNEIVYSQLVQ
TLNRFVLDETANEAQVSPGGSSARNATGSNSGSTRASGTGAPPGLGPPLSSNRGGGGAGRRLAGDSSPSTSLLPADNPAF
AADSPVAKLFALNAVTKTVCIHCGRETNRPTPLLSVDLIYPRRSMSNESAPPSDFASVLRASLVREVQNRAPCRACQFTA
MFRTRRVMPATSELPRILSVNASIQAPEHLHYWLDDNQKGGNKAPPLGPARPNGPQQQAYSKLAYMSMHGSNAHNNARGG
AGGGLLNAPRTDTKLASAASAGDAKRTYLPPRIAIGVYGDDVRVMPIYTAADVERARTSLGGRPAMYKLRSMVVQISADK
EQPHLCAFVRVPEAETSVQGSNGDGTASTAATTPKMSHATGAAAGLALGSSKKSARAKANQLGPWYLFNDFLVRNVSKHE
ALGFQNTWKMPSVLMWEREDLEPLCIATLRQGRTSIDPLILCRDFNISQNRDPTRIRHTLLSEDELPKPGTLVAIDAEFV
ALNQEELEIRSDGTRSVIRPTKLSLARVSVVRGQGAKEGISFIDDHIYTQEQVVDYLTKFSGILPGDLDPHTSKHTVVPL
KSAYKKLRLLVDRGCIFIGHGLKKDFRIINIFVPKEQVIDTVDLYHSVNHPRRLSLRFLSWFLLKIDIQSGANANNQITA
REESSKASKEANEAESAVERVASAEKGAGIVAVEGGHDSIEDALAALKLFRLYEVFKRDARLDDVLEDAYDVGRRVNWKP
PNAV                                                                            
>Mver_MVEG_00955                                                                
MNPLANSLGNSLAQPPPSSRSAQTTPRTSLDLLRNASTPNSSSPISSHSTHSAHSTGPNTSPSTSFSLSTVNPPSPPTSK
PFHRNPSIRVQKDKTVKDKDKDKDKDRKREDDTKIALKRSRSPIKLIKNIKSYLHVHKHKGSSGNNVIQGNPGSPGYYIS
NLAPSNSGDSHNYRNTALPSSSILSPGPSSGQGLPRPRDRQPSESLDPERQVLLLRVISYFEHAGHRADEETAEYLLSSY
QWDINLTLQYCQDLVEAVHGTLLPIHQETHLSGAVNDQMTSCYIDALLFAMFARLTAFEGLLNVNLDGDSDSDSDGSGKV
IEPKSVTEKQEILLSTHRLQTWLRMFVNQLRSGKLIQAHVVKELRQHLYCCGWHCPGPMDPPGSSRQEDASELFMFLTEK
LHLPYLPLEQRLLHGAKISDDDDKVITERMLQISIPTPEVPPLSLSPEALKTPKESTFSKFLGQKPSSHSRNGSANGNKA
DSPTSTLHDILSLETLLAQHFYDNTLTGIRRKVSAGTGIPLSPGVEVPVSAWQVLELLPFYSSSNEQGGEIYASQSQYPS
DVVILPLILKRYSIGPDMRPRRIGTPIDIPRRIDFSRFVNPQTPGAGKKTANASDATGVGGPPPPTSLDPSHTPHFPVPS
AGGPASTRDRSSSSASRLSQSNVATLGASSSMHDTSGSSSTPPPLPMKINTQVTPPSRKYSMSLLQAATTGSGMPESPMM
TPGTPPPVYTPSHAKQFLEFTDDKKSWAHPPDRTGRDYMDCHPKVKYMLELKSVVCHLGSQLNSGHYRSYAADAVKKPSS
SSLLPPQEPNWLRHDDLDPSGHRVHLIQRDTVENMDMESDWARNGYILFYELQTIQLT*                     
>Mver_MVEG_03037                                                                
MMVLDRGIVSISKDSIHLSNRRGVASWNILDESAQDLHSIALMGNAEIVAAGQQDKILSINMIRGIVTKKIDTDSEIVVM
KKSRLLVCGSTRGDLILHDPRSLAVEHRIQAHTGTISDLDVSGNLIVTCGFSDRQGTLVIDPMVKVYDMRTMRSLAPLPF
PNGPSFLKMHPKLSTTVCIASQTGQFQMCDVGNLSSGIQFYQINTASYINGFDISYSGEMIAFGDASNVVHVWGDKPEPQ
MNHFSNPIDAPTITMPPTVTVSDSDPLSSIGMPYYQEQLLSAWPAKTIFPVGRKPQSIPAAIMDNMKMIDFVGYAPNPGL
RLRNQAPSLPKVTLRDTPKFRSEQQKELYFGKRKGSTTAALDDEQEVDLTTGVVPKYYKRVEIKYSKFGVEDFDFGFYNK
TQFGGLETHIANSYCNALLQVLFFTPLLRTLAKAHIGQMCPRENCLTCELGFLFRMLEDSNGQNCQARNFLRAFSTIPQA
SALGLFEPDEPDVKTLYSSLIQNFNRFVLEQLHQECSLDRVPGVNISSNSSNSAATNPPPSVLTPSPIQQVFGMKTASTS
ICSHCGLEEERIMYPFVLDLMWPKPTSNVHQSSKNHHHHAASIKQQQQPMGFADILKSSICRESHNRVWCTQCQQYQPTT
SRKSLLDLPLVLSINTGISSKDTSTVSSGMFLDESGKGADWLPLRFALGVDSKNVQVIEDDSTDISEFGITAEYELTAVV
SQIQAPGEVAHLVSHVKVISENDPELCEGSPWYFFNDFLVKNVQEGEVSQFPSAWKTPSILYYTRVNHSPPPLTTETPSA
PDTSILHVDLSISKYRDPSYVYHQLLRPEEIKQEEKLLIAIDTEFVALSREETEIRSDGTKSLLRPPRMSLARVSVLRGN
EGPLEYVPFIDDYIATSEPVVDYLTEFSGIQPGDLDPSLSKHTLVPLKVAYKRLRVLVDIGCIFVGHGLRQDFRIINILV
PPEQVKDTVDIFHIKNRQRKISLRFLVWYLLHQDIQSETHNSIEDARTALALYKKYLELTEQGIFQEVLEDIYNEGRKNN
WKPIPGQFPAPWPRPPGFTSTGAGASGTPSSVSNATFQNLSRPATPSTASNVPSANATGAQNVGHAQSSGIQMSPLAYAT
QQQQQQQLQFQQLQQQQQQQQQQQQHYHMQQQMQQQIQVQQQQQMQAQQQMYLQQKHQHQHQLHMQQQHHHQQHIQQQQQ
PYRPFPQQQQPPKY*                                                                 
>Pbla_Phybl2_18578                                                              
MESTWSEVQHTCDIGLNKVSPVSALCWDPYHELLWVGNDSGRVASYYGKGLQRYTSFKAHKDQQIRQIRVTDRGIISLSP
KSIQMRDRRGMVKWNISNEHTRDLHCMMATTLISGELLVAGQQDDMLVVSMARGTVTRTVPGASNIVVMRNLPRAICCGS
LLGEVTLRDTRTMKVEQRVQAHTATLSDMDVSGNLLLTCGFSQRQGSLIMDPLVKVYDIRMAVRSLAPIPFPSGPMFLKM
HPTLSTTCLVASQTGQFQMCDVSNLTMGSYAPPAQFYQIQTSSYITAMDISSSGQALVFGDGASFVYEYADREEFEINPY



SLPLSTPDLVAPPNVVMTEESPLSSIGMPYYTEPLLSVWPSNTVYEVGHPAPQIDEEVLRNMKMIDFVGHAPNPGNMLRN
QVARKKKHAHKRDVPKFRSEQERELLLANTHSGRRSSSTGDLRKADPLGLIMPQHYRRVEIQYSKFGVDDFDFGYYNQTV
YGGLETHIRNSYCNSLLQMLYFTVPLRKIAKSHIGTPCPKENCLLCELGFLFRMLDDANGQNCQATNFLRAFSTIPQAAA
LGLFEPETPDRNISYSTLMQNFTRFIMEQLHQESNASNENPLISKILNLDNDTLSQSKCGSCNHEISRITYPFVVDMLYP
KKREQKSRKRSFTSVLKASMYRENQTKAWCPSCHQYQPTTTKKIIRGLPGVLLINSGASNSDEAAIWRQNGPNSPKNSLS
SPQIEGQERKEIPIEFKGAPDTCAIYELSSTILQIKADEELPHLVAQIKIPTDELEEHSKTPWYLFNDFLVKSIRHDEVL
SLKGTWKTPSVLQYTRIDLDSLLDLEKLPSEVDYSLLFKDLSIAKQPVVEPRHEILTPEEMPKPGTIVAIDAEFVALNQE
ETEIRSDGTKSLIRPSTLTLARVSVLRGDGEKENVPFIDDYIATSEPVVDYLTEFSGIEAGDLDPKTSRYTLVPLKVAYK
KLRMLVDLGCIFVGHGLNKDFRIINLLVPPEQIIDTVDIYHIRNRQRKISLRFLAWHLLHQDIQSESHDSIEDARTALVL
YKKYLEYRENGTFGQVLEDVYEAGHRANWLKGPKDALSRIPTTPQIESVLAPNQIFTVAGWP*                 
>Pbla_Phybl2_144924                                                             
MYDSLEPTIGIPPILKPSLSSSDEEVSDKKKSHKKRLKIWRFFSHYHHKKHPNKDTKQATCLLDEHIAKITTLNEYAKEH
LAVNLEEEAFQSLLEANEWDMKKAIVDLEDYQEAAHGILRPLPKSETQLLGSENDKNTSCYIDSLLFAMYANMTTFDPLL
TYDTTSDVVEKQKLQALLRLFVNTLRKGHLVKGDSVQWLRKVLQDCAWHGQNKDGVWTQEDASEFFMFLTETFDLPFIPF
QIRLFHGANKDSDDDRVMTDRLLMLSLPDSDGRNKSVQLESVLINHFYNSMVTGVKRQIDYSAYAISPQSTSNYLMDDVP
EEKKLKEKIRKDKERQNKEAKDHQEEVDVTAWQVLELLPFYSATNEQGTSIKTQAENSFPDSNMILPIVLKRYKYDKFGG
CTKLHTQVEIPATVPFNEFVNQNADAPVCPTCNKQIEFVMRLRSAVCHIGSSPNSGHYIGFVRLGIEDESDWLKLDDMDV
NQRVRTIKGKNSAEVFRELSKNSYILFYELDKTCGHPVDASIAAHTRLRDEKKALAEKEYFEQISPIDGNATNHHHHSHN
SQYSNQKIKEQRNPACNLM*                                                            
>Mcir_Mucci2_152587                                                             
MDSSWSEVQHICDPNLNKVSPVSAVCWDPYHELLWVGNDSGRVCSYYGKGLQRYTSWKAHKDEQVRQIRVTDRGVISLSP
KSIQMRDRRGLVKWSISNEQTQDLHCMTSTTLTNGELLVAGQQDDMLVVSLARGAVTRKIANASNIVVLKSLPRSICAGS
LLGEVTLRDPRTMKVEQRVQAHTATLSDLDVSGNLLLTCGFSQRQGSLIMDPLVKVYDIRMAVRTLAPIPFPSGPMFLKM
HPTLSTTCLVASQTGQFQMCDVSSLIMGSYAAPAQFHQIQTSSYITAMDISSSAQTLVFADGASFVYQYADREDFDVNPY
SLPLTTPDIVQPLTTTMKEDSPLSTVGMPYYTDPLLSVWPNNKVYEVGAQPTPIDEEILKNMKTIDFVGYAPNPGNIHRN
QRPRKKKTITKKNGPKFRSEQERELLQASNVLVGDDEPQHSGRRSSSVGDVIVADPTVLNMPRYYQRVEIQYSKFGVDDF
DFGYYNSTQYGGLETHIRNSYCNSFLQVLFFIKPLRKIAKSHIKIACPKDNCLLCELGFLFRMLEDSKGQNCQATNFLRA
FSTIPQASALGLFEPETPNRNLSFSTLMQNFTRFIMEQIHQEANVPSANPLISKALVRDIAIHNKTSEELEVPSTMQQLF
GLQTLSQSKCGSCQEEVSRITYPFVVDMLYPKKNDRKSRKRSFTSILKASMYRENQTKAWCAHCHQYQPTTTKKIICGLP
GVMLINSGASNSEEALIWRQNGPNTPKSVAQETVNADSDQGSINEDGAANATTANTPSSWLPERFGIYLNGTELVIKALP
MGKEIPPEFKGPSETCAIYELSSTILQVQAEEEATHLVSQIKIPETSEADGAPSTPWYLFNDFLVRKIRSEEVFSFKGNW
KTPAVLQYTRVDLDTLLDLDVLPSQVDYSLLFEDLTVAQEPNPHPRHQVLTKDEMPKPGTLVAIDAEFVALQQEETEIRS
DGTKSLIRPSTLTLARVSVLRGNDGPKEQVPFIDDYIATSEPIVDYLTEFSGIVAGDLDRNQSKYTLVPLKVAYKKLRLL
VDLGCIFIGHGLNKDFRIINILVPPEQIIDTVDIYHIRNRQRKISLRFLAWHLLHQDIQSETHDSIEDARTALILYKKYL
EYKENGTFGQVLEEIYEAGHKANWLKGSKDPLSRVSSTPQMDALAGSSPLFTTGWPV*                      
>Mcir_Mucci2_82144                                                              
MDNIKEEKKKKAHRKRDRFWKLVFPHYNKANSNSRSKDMSSKEKRTAEQDTKITQLSNYAHNNFSVNLDHEVFASILESN
DWDSKKSMADLIDYEEASHGILVEPPNTMAKPLLGSENDGGTSCYIDALLFAMFISNTTFDPLLTYDIPSDQEEKVKLQT
LMRLFVNKLRKGHFVNADYVHWLRKVMKEARWSGQNEHGDWTQEDASELFMFITETFDLPYLPFQIRLFHGANKDTDDDR
VMTDRTLTLSIPDNASSDNNDAPARQEVKLQDILVDYFYNNVITGVRRQVDYDVEQDVSENVAASPSLQTMLDDRELSEK
DEKYTLKKLLKRANSKNGMRDEQAVTAWQVLELLPFYTASNEQGEAIETQVDSSFPDTHMILPIVLKRYRYNSSGGSVKM
KTHVEIPATIDFNRFVNQNVDDPMCPTCGHLINWTLHFKSAVCHKGDSPYSGHYISYARVMEENDQQDDDHDPTFYWLKL
DDMNASSRVTQIKDSNSSSVYQDLAENAYIIFYELDKTCHHRRGSMVLSSSSSANSESVEMKHDLKSTDSFSTYETDTEE
QHCNCDKKHGKGKSKTTTSTKPHHHHHHHHHHHRHYLKESCRLM*                                   
>Rory_5975                                                                      
MEKRHGRKRDWFWHLLGHKRHDERKKSEDQQGKITFLSNYAKQYFSLELDCDIFESLLEDNEWDTKRALADLSDYEEASH
GILIEPPPIKQVILGAENDGGTSCYIDALLFAMYISNTTFDPLLTYDIPNDETKVKLQTVMRLFINKMRKGHFISASYVH
WFRKVLEEANWHGKDDDGHWAQEDTSELFMFITETFDLPYLPFQIRLFHGANHDMDDDRVMTDRTLSLSIPESELERLRL
EDMLLDYFYNNVITGIRREIDNTDILENVASSPTFAHEKKTLIASNVEREVIAWQVLELLPFYSAINEQGESIQTQLDSS
FPDTHMILPIVLKRYKYEDGQMKKNKQMIDIPSSIDFNRFINQNVDDPLCPTCGHMVDWTLYLKSAVCHKGSSPYSGHYI
AYSRQVDNWIKFDDMNKENRVSLIKEETKMFADLAENAYIIFYELDKTCHHNDRQPSKDTLNNHHHSCILM*        
>Rory_13238                                                                     
MPAQFHQVQTSSYITAIDISSSAQTIAIGDGNSMVFQYADREDFDVNPYSLPLVPPDIAQPQPTSFTEDASLSAVGMPYY
TDQLLSVWPNTTVYEVGHRPALLDEDILKNIKTIDFVGYAPNPGNLHRNQVPRKKKMMTKRSVPKFRSEQERELLQSNHG
LLDTDPVHHSGRRSSSVGDLHMTDPAVVMMPRYYQRVEIQYSKFGVDDFDFGYYNSTRYGGLETHIRNSYCNSFLQMLYF
MTPLRMVAKSHIKTSCPKDNCLLCELGFLFRMLEDSKGQNCQATNFLRAFSTIPQANALGLFEPETPTRGLSYSLLMQNF
TRFMMEQVHQEANVPAGNPLIFKPLIRKIVQVPSGETERLDIPSTMQQLFGLQTVSQSRCVDLLYPKKPTATKKVICGLP
GILLINSGAANSDEAAVWRQNGPNNNNNNPKSPSTPEAAESEQANEEALPTLTSWLPERLGIRINNCELVIKALPAGKEI
PPEFKESPEKCAIYELSATILQIQADEDLPHLVAQIKVPESDLEPDSKTPWYLFNDFLVHKIRPEEVLSFKGTWKTPAVI
QYKRVNLDKLLDLSVLPSETDYSLLFKDLSIASEPNPDPRHEVLSTEEMPKKGMLVAIDAEFVALEQEETEIRSDGTKSL
IRPSTLTLARVSVLRGDDGPKEGVPFIDDYISTTEPVVDYLTEFSGIVASDLDATRSRRTLVPLKVAYKKLRLLVDLGCI
FIGHGLNKDFRIINLLVPPEQIIDTVDIYHIRNRQRKISLRFLAWHLLNQDIQLETHDSIEDSKTALTLYKKYIEYKNNG



TFGQVLEDIYDAGHKSNWLKGIKEIKTTSNTDSHDEILSSLNLLPTGFWSSQ*                           
>Amac_AMAG_03290                                                                
MYPARAQAAPPLPPPPATHHTRRPSLKQLFPSWPGHSRAPVTNAEDHERAVSALLDLIPENCPVATRAHAEWALAATGGM
SVRAAAQYLEDWSEALAGAIHPPDLATAPATLRGIENSGNTCYVDSLVFALFACSDALDAVLTQDLSIRPVEVPVAAGAS
SDADDDDFPLAKTVEGPDAPSPPETGPALEPASLAPPPPTPEELHRAALLQNVQTLLVLVVNRLRKGHLVTKYDVRHLEA
AIKALWRDVGTNAGLIGHQEDVSELFLLLVQCFKAPSLPLWQTIYHGGRADANDDMRIVTERCLALAIPDPKCKDPVHLE
QLLASYFFDNRVSQIWRKVPKRHARGPVDQVPRVRRFDSSVSVESFMTTKVDGWSMMKLLPFLAGEDEAGERSTLLLPSS
HTADQRMLVPMVLKRYYLKDQGPGKPPLPKRCARQVLVPMDIRFDAFTTDSSSSDNLAAPQHAGSTLVLRAVICHLGESP
TAGHFVTYVNATPPTCTDEASTAAAAGPTWLRFDGVKDEGKIQCFTTTAAITRQFMDEVAKNAYMLFYEWVPASQSTVVA
DESETDVLVAASSTQDTEDGHLALEMQLKEYRKRRGLGRRDECLIM*                                 
>Amac_AMAG_06138                                                                
MPAAGAPDSDEQLTTLATTLAAPPAPRDRATDHADHDPHPPPLRARAMSALPGMLRSLRRSRSRPQSLDQHAGAALTASG
SSPTSSPAAPTGSASSMTGSTNGAPSTTPPSVPPLPPRPSLHRPSPPSPSPPLASATPADRDAAITSVTALLPADAPVRD
RAAVEQALAATAWRSIDAAVEYLDDWTAAQNGKLYPIDPNATTWLQGMENAGNSCYIDSLVFALFARSTAMDALLTQDLA
VTLAAAAAEENDVSATSSRTSGTAPGPATPIEQTDRYKHMRAVQVQLTLVINRLRKGRLVTKLEMAALEAAFKHLWSLDG
TNSGQTNKQEDVSELFLLLTSTFRAPFLPLWQRIYHGGTHDAHDDVKVCTERALQLGIPDPKAKQPIALEKLLADYFFDN
KVTHIRRQVPALPMSAKLRKEFERDGRALVQPDAVVSTSSAETDRDGMLVDGWSMMRLLPFLAGENEMAESRSNQICAPI
GEHSTVPDHAVPIMVPLVLKRYYVKDTATGKAGTPKRIQRRVLIPVEINFDQFTATSSTSPLDITRPTFALVLQAVICHL
GDSLTSGHFISYVNGGPSRMASLQRLLSQLERAYSTGTEPATPRPSSAATAEFPSAAEEKEALAAAAAAVDAALDAALAN
PGAHGAEWASAPSDDTRPTKDPPMPDHMHTVRAHDRSRSPPPPHSAPAAPPPYSKAAPTHARHAPPPALLVVPPPLGIPL
QRALTAPGAPSVAGDPARYLRATTHIHHHHHHHTTPPTPHAMLFGSSASTTAADVATDRSPTWLRFDGLGPAGAKVQSFT
STAAITRQFMDEISKNAYMLFYELRQFNPVPPADVTGTDAVPVELAAALAADTDSLESQMGPPGGRRASAPNLRDQADFV
MAMKMQAKEYKPKKGENACVVM*                                                         
>Amac_AMAG_09158                                                                
MTFDFQPLGAYLSALPRNTAPGGGPDAVTSVHYDLRQELLWVGHSSGSVRSLAMPAAEPYTAHQAAYEPISALVTDRRFN
NGVLALASDTVKLVGRRGVPLWSVSAKQQLRTATLLAMAPASLRPTHELVVSCNFARMAVIHVERGAVLRDITADKADIL
FLHPCASNAVAMATQAGAVSLLDNRSWRITATFNLPSAPLTNLTAVGDNYLVASGFQRGQATVDVIDVRASAKLGTIAVA
ARLLQHLETDRHAIAVADHTATTLDIPNLRIESSFTTFGEQLATADVPAPVYSCLDVSSTGDLLALGDTLGHVHLFHRMR
DPATLEFPDLPPTVNPVSDPITVPSLVTAMDSIPWDESIPFTDFGMPYYDAPLLSGQWPGKLAHTVGLPPPTIDPRIMAN
ARGSTSAVLFAPKPASVLRNQWPYRAPAETPRFKSAKSARSRSRGRSATPASPRPVVDDYKQMTIQYSRFGVHDFDFSFY
NATEYGGLETDVPQSYANNVLQALFFAPTFRSAAIAHALAPTCTRDLCLLCETGFLFRMLEQAHGAHCRAANWCSTFAHL
PETLALNLRENRAVPFPSYATTIQHCTRFLLDQFHREAPGAADAFRILWEAESECMGCREPKGKRVETWSVELGYPGLRQ
NHESTTFTDLVHGALVSQETARVWCDTCRQYKSVTQRRRIVALPSVLHVHCNVKRDWNTDWWCTKGTRVVVGAHAPFLAP
RIKIAVTESGEPCVSEPEEGDEMGVYELMAVICEVTDGTPHIISHVQTKPGEWVLFNDFRVRQVPDNHVFQFPNWKIPCV
LQYHLVKPADPAPPTSTLPDPSTTTTTPDLESNLVHILESPQVVNPGLCTPLADPLTAADLSGPDRHHPFAIDAEFVSLS
EEEAEYTSDGLKTVTRPAHLALARVSLIRGGGPRAGSVAVDDYIEPRDAIVDYLTAYSGIHAADLDRHASRHELVPLKAA
YRKLRAMVDLGVVFIGHGLAQDFRIINLIVPPHQIIDTVMLYQLPHKHRKLSLKFLAWAVLGIDVQRGDHDSIEDARTAL
ALYKRYREYEENLAAWEDFLYDVYALGHAHGFKPPAAAGNEGVTVAGAVSPDVVMWPPLPGGGSGGARS*          
>Amac_AMAG_09242                                                                
MNAAGAPDSGEPTTTTTAAATATAPAAPPARDRTADHSDHDPRPPPLRARAMSALPGMLRSLRRSRSRPQSLDQHAGAAL
AAASSPTSTPAAPAGSASSTTTGSNNSTSTPPAVPPLPPRPSLHRPSPPSPSPPLASATPADRDAAITRVTALLPADAPV
RDRAAVEQALAATAWRSIDAAVEYLDDWTAAHNGRLYPVDPNATTWLQGMENAGNSCYIDSLVFALFARSTAMDALLTQD
LAVTLAAAAAEENDVSATSSRTSGTAPGPATPIEQTDRYKHMRAVQVRLTLVINRLRKGHLITKPEMAALEAAIKHLWSL
DGANSGQTNKQEDVSELFLLLTSTFRAPFLPLWQRIYHGGTHDAHDDVKVCTERALQLGIPDPKAKQPIALEKLLADYFF
DNKVTHIRRQVPAPPMSAKLRKELERDGRALVQPDAVVSTSSAETDRDGMLVDGWSMMRLLPFLAGENEMGEHSTVPDHA
VPIMVPLVLKRYYVKDTTTGKAGTPKRIQRRVLIPVEINFDQFTATSSTSALDITRPTFALVLQAVICHLGDSPTSGHFI
SYVNGGPSRMASLQRLLSQLERAYSTGTEPATPRPSSAATAEFPSAAEEKEALAAAAAAVDAALDAALANPGAHSAEWAS
VPSDDTRPTKDPPMPDHMHTVRAHDRSRSPPPPHSAPAAPPPYSKAAPTHARHAPPPALLVPPPLGIPLTRALTAPGAPS
VAGDPARYLRATTHIHHHHHHHAPPPTPHAMLFGSPASATAADVATDRSPTWLRFDGLGAAGAKVQSFTSTAAITRQFMD
EISKNAYMLFYELRQFDPVPPADVTGTDAVPVELAAALAADTDSLESQMGPPGGRRASAPNIRDQADFVMAMKMQAKEYK
PKKGENPCVVM*                                                                    
>Amac_AMAG_16003                                                                
MTFDFQPLGAYLSALSSNTAPSGGPDAVTSVHYDLRQELLWVGHSSGSVRSLAMPAAEPYTAHQAAYEPISALVTDRRFN
NGVLALASDTVKLVGRRGVPLWSVSTINISAKQQLRTATLLAMAPASLRPTHELVVSCNFARMAVIHVERGAVLRDITAD
KADILFLHPCASNAVAMATQAGAVSLLDNRSWRITATFNLPSAPLTNLTAVGDNYLVASGFQHGQATIDVIDVRASAKLG
TIAVAARLLQHLETDRHAIAVADHTATALDIPNLRIESSFTTFDEQLATADVPAPVYSCLDVSSTGDLLALGDTLGHVHL
FHRMRDPAMLEFPDLPPTVNPVSDPITVPSLITTMDSVPWDESIPFTDFGMPYYDAPLLSGLWPGKLAHTVGLLSPTIDP
RIMANARGSTSAVLFAPKPASVLRNQWPYRAPAETPRFKSAKTTRSRVARAQMTIQYSRFGVHDFDFSFYNATEYGGLET
DVPQSYANNVLQALYFATTFRTAAIAHALAPTCTRDLCLLCETGFLFRMLEQAHGAHCRAANWCSTFAHLPETLALNLRE
NRAVPFPSYATTIQHCTRFLLDQFHREAPGAADAFRILWEAESECIGCREPKGKRVETWAVELGYPGLRQPSVSEPEEGD
VEGVYELMAVICEVTDGTPHIISHVQTKPGEWVLFNDFRVRQVPDNHVFQFPNWKIPCVLQYHLVKPTNTAAPTPTSILP
DLTTAHNLESNLVHILESPQVVNPGLCTPLTDPLTAADLSGSDRHLCPFAIDAEFVSLSEEEAEYTSDGLKTVTRPAHLA



LARVSLIRGGGPRAGTVAVDDYIEPRDAIVDYLTAYSGFTRLTWTGTCRGTRWSR*                        
>Bden_Batde5_35162                                                              
MANTHGLLPRLQGQVTSFLNIGDASPRYTSFPAHHGVPASQLLIHDSGVISLSSKNVRFTSRCGIQRWNKLMSDARCMSF
TNTSSQLHVVGSPTTLSVVNMYRGTIVNEISLDEPIVAMKQGKFMAHATESGRVQFLDPRTMEIEHTILAHAGGILSMDI
IGNTMATCGYSIRNGALLPDRLIKLYDIRTMRALSPIPFSVGPEHVRFHPKQPSRLLILSKTGAVQICDITSPNYTGVTF
IRADMPGMISSMDISSNSDAFAVGDTTNSCAVFSTHETIRYNPYSRQSEYRSMFVDKSTVEIGDDTPLSAVGMPRYTSEL
LSAWPNSLLINVGRPQPRIPPEVLKNVKMSDFVGYVQDMPLKRNQNLIMSIRASTPTCASPGLSGPKFRSQQQRDRLHRK
FKTEGHSAKSSLKSPETNDPSLQESEISEYHWHKIEIKYSKFGVEDFDFEYYNHTVYGGLETHIQNSYCNPLLQILFFNR
PLCELVKSHIRTACMKDLCLACELGFLFRMLEDSKGANCQASNFLRAFGATPEACALGLVDAEVSHTDPQSVLTLQYDKL
IQTTMRFLLEQLHQELGAKSTKHSQAIDYPPDEYIKTIYGIPLWTLIKCHGNHDHNRDSVPFVIDLHYDHKNLPANFLEL
LHASINKESSTRAWCDKCQKYQNIKQSRKLTKLPNFLNLNANITNDLESELWRRDTQDGSSCFLLKSFVLRRDADGYLIV
DQSGVDVDVDLNSSDVAIYDLKTVVSAIQFENEPTHLVACINVSDDYDAPKWYLFNDFLVQEIFNGEECRFEDWKMPAII
QYIRRTHPDKNEFFLSPVEPDFSILIKHQNINKQKDVCFNYELLTELEIPCISEYICAIDAEFVVMTEAEMEIKSDGSKS
IIRPAESGLARVSVIRGIEPRMGVPFIDDYIFISQPVVNYLTEFSGIIASDLDVRTSKLPIVSLKIAYKKLRLLVDIGCI
FVGHGLKKDCRTINILIPPHQIIDTVDIYYLKQYSRKLSLRFLVWFFFKEDIHSSSHDSVEDARGALRIYQKYLEAKEQA
RFDTLLEEIYQEGRKFNFRPPNALTGIANTTQYDMHARTQSSDL                                    
>Bden_Batde5_88323                                                              
MTLSAVNAISTKSKSTAAIQKLNYVSGAAMNDLSVHANQPPPPMYPDHSEEEQEKDARLRSFLDDNPHIILSMSEFRNLR
TLPSNHAIQFLNDIKDAIEGTIVPPPFGPQSAPASLGMVNIGNSCYIDALLFAMFACGTAFDGLMDAPTLDTGDEMDYSM
KRFLRFSLESSIRLIVNRLRKGQLVDKIYVARFRKALAELGWFGENKDNVGLQQDTSELFLFLMNTLGAPFLPLQSEIFH
GAHSSCDDLRIFTERIIQLSIPSTVSHVSVLLEDMLEDHFFSNMVQIKRRSESSLDSTSSTNAEHTLSNDASHLESGSRP
THLKHIEAWQSSRVLPFLTPECETGDPSRNIPQSQTRPITIPFMIKRFSYDVRSGQTVRIGRRVYIPTEIPFGDFIVHNA
NPTGTGKQDHLGVNRNYCLRLRSILCHEGNGPRSGHYTSIVSKRPGCAATGEHTLGEPMNVLESLGTPMTVGSLPTMSAS
LSSTSLDSSDTIKVETLLNELGRSSTFESFSTKSTMRSNGTKPRLGPTSLSRSLSCAPSTPSFNSKSEVLPESMHWLHFD
DNMISGRVKVLSTQQAIANAFNHASLNAYMVFYELCIPDFPVLQAAYPFVVEPPPRRKSSKRCTIL              
>Spun_SPPG_00976                                                                
MVGSSSIDPGHTPLSMSFTNTTSELLVATSSRSLMLINLFRGSIIRQLDVDDNVTVMKQARVICCGTATGRVGLRDPRTL
KEEHSLMAHTGTIGDLDVAGNIMITCGFSARGNKMMTDPMIKLFDIRTMRALPPIPFPSGPNYLHFHPKISSIILAASQN
GQFQLCDVSNASNVRFFQANISGFLNSIEFSSSGEMLACGDSSGVVSLWTEKPDCRVNLFSRPTEFADTPAPPPAVEIGD
KSPLSLIGMPYYTSELLSSWPAKLTFEAGQPAPKIPPEVLANVKMIDFVGYAPNPGTFKRNQNLAMARKARKEMLDVPKF
RSEQDREKYFGKNTQGRDTPQGVDEEVVNAVPLANAMPKYYRRVEIKYSKFGVEDFDFGFYNKTSYGGLETHIVNSYCNA
MLQVLFFTTPLREITKAHINANCPKEYCLSCELGFLFRMLEDAKGANCQATNFLRAFKTIPQANALGLFEPDQPNPSTSY
ATLIQNFNRFVLEQLQSELGMHMGTVIIHRDYDKDQMPSVMQQIYGLKLQAISHCQCNSQQARDTYPFVVDLTYSWKGSH
AKSTKDRFGDVLQHSINRASSTKAWCNSCKRYQPTTQFRRLQRPPNVMSINAGATTEEDLDLYRSEDKPWLPPRIALILD
GSKLTVKELGVDETSIDIASETAEVAMYDLMATVVEIREGKEVPHLVAHVRVDDGESVPSWYVFNDFLVQPVPEIEARQF
RKRKIPSVIQYRRTDLKQVQDLNSLRTSPDPTYLRTMVLLNRRREKDLKISYKLLKPEELPTKPGFLCALDAEFVALSKD
ETEIRSDGTRSVIRPSRLSLARVSVLRGDGPEEGIPFIDEYISTTEDVVDYLTEFSGIKAGDLDIAHSRHPLVSLKSSYK
KLRLLVDLGCVFVGHGLKKDFRIINILVPPEQVIDTVDIFFIQSRQRKLSLRFLAWYVLRQDIQTDMHDSVEDSRTALAL
YKRYLQLKREGRFEQYLEEVYEEGRRTNFKPPSKPMAPYEGQTFTVAGVNITELPPQ*                      
>Ttra_AMSG_08902                                                                
MTPWVTGLAPATTARTASFVAGPPDSGHVTDLACYGDGLALASPSRVQLRSRAGAKLGEIRSAEMTALSTLMFQRHESQL
LAGGAAGELFLIDMGTARILKKYDASYTIGSTGVAKLAAASGAVFAGKPGGKVLVLEPDTLAPIEALNAHFGALSDMVVV
SDSLVATAGRTAGPGVDPFAEGPALLAAAGTSLIIASQLGVYESHGVLGEFLGRSHGGQLALSGPQQFLVDMAMSPSGAY
LGVVEAGGCMHMLSPVPASSTEPGPPLVGTSPASEPPLVVSKGTPATEPPTLGVLGMPDVADRTAPLGLGSVYTPYAELS
GGPESMLSAWPVGLGYSPGLPPLAIPGTIKASLRMAGGIGYATNTFGIKRNTVAAHRLDVLDAMRHGTSRPAGRTASGSV
ISRSTSVPVHLSDAGGHSGGGLLEVGRSGRGRGRGRGRGRGRGRGGRSGRGRSDMKRSRSHGMGDESGLASMLGPPRPYR
LFVVPQKQVTATHFRIGEHYNKSEVFAALENGFTNCFVNGVLQTLFTIEPLRASLISHVCSVEFCLACELGFLFHNMGKA
QGASAQATNFARALSHIKVAANMSVLEPEDPDGSTPYPHLVTAFNRFIVPQLRSELGHADELFDTLFRMQVRVSEECRVC
GSNTGKATGSDCLEYAIPSREQDALGARVCKTCGDYKPITKRSAVENLPWQLVVNVGSTETSAGSFWRSPQVKVAREFVA
VSVGDGVQALAPGDAVPAGSEVLGRYALYASVMYVHPRAAAEANEPGHCMVAVKAPHVESWHLLNDLIITPCSADDATTF
HDEWKVPAALYYRKVADGAVPDILREACVVTNHVVASVLPQPLPPPGEGEMRLAALDAEFVALSNDEKELDAYGETRILR
HRRLALARVSVLLGDESVIVDDYIAAAEPVVDHLTQFSGIQPGDLDPATSPYPLVTLKDAYLKIRWLADAGYDFRMINIV
VPHEQIVDTVDLFYIAKQRRLKLSFLSRHLLDETIQVDTHDSVEDARAALLLYKKWLELKAVSDYRVSEELARLYDAGRV
HGWS*                                                                           
>Ddis_XP_646196                                                                 
MYGSSNTGVYGGQEKNQNHQQPQHGLLYSNYQQDHLIRGSPLQSQTLSYNLGNQSHNNNNNNNNNNNNNNNNNNNNNNNN
NNNQQPPQTQQQQSSPSPSPSPNNNQPFYNPNINGGAPPPQPIYNPNNGLYGYTPHQTGYEIDQPEDDGYYDGTWFEMRV
VPEYPSSNSQNPITSLKFDHWEELLWVGYQNGKISSLINPTLDRFSSFFVDKTEIKDLLVDSEGIISLSKTALSYHSRGG
APIYQIKNDRMKDFNAISFSNFENTEIVIGSDQNTLYVVDFFTGKVVKEVTMSSGVKTINRGRSLWCGQTNGEISMLDPR
TWRIESSLPAHKGDIKSVDIKGDLLVSCGCSPRLGQMYIDPIVRVYDIKTMRSLPPIQYKRPSIVKFHPIFYSTVVVVSE
SSNQIYLCDVQGDIQSQSPPYLQIDSLFGYLQSFDIAPTGECMAFGDSGGLVHQWAEKEDIHVNINPYPTECVPFTQLSR
PQKMDEYSPLSDVIFDQPPPVPPYDQFPLSYWKPNLSYPVGLPTRPINSSLLVHLKQHDFVGYISNTGISRKQIRGKAYE



DGSKKTLSNLTISSMSHIRPPKSYRWGEMKFKKFGVEDFDMVEYNKTKFAGLENILPNSYTNSCIQNLYFIPQIKETMLN
HLCTRNYCLSCELGFVFQMMDKCQGNIVDTSNFIRVLKQIPQTAALSIFLSGDSPDPQIPLTQLIANFNRFLLDQIQKEL
TPPIPTYNNNNDDNNNNNNNLNTNNDTNNNNNNTNNTNNNCISNINDTIIDKLFGSITTSSNKCINCGHQYEKQSRQFQY
DIVYPNTPQELGGDSTFSNLLKLSLTKQIKSPAWCEKCSTFSSTFQKKQLKTLPNILCINANCLKKENEEYWKYEVANII
PGSKTFNATPSSIPLQQSQSSTTTTTSSTSTITVPPSTYNNNNNNNNNNNNNNNNNNNNSNTNSQPINNTNISTPNGKTL
SPPNFSTPTHQTHQSSTPISTPTHQITTSNSSTSSNSSTSLSPSSLSILINNNQLTTTTTTTTTTNTATPIEEITWLPLK
IRIKIDDNGQLFITEYPNNPEKSKHHVDPKDLTQEINKDGQLYELTACVSHIKDQVKRIPKQGHCVSQIKVSDFYNKEFK
EESLELLGSNNNSSNSDNENNTNNTTTFNNNNNNNNNNNNNNNNNNNNNNKHRPNYIDSTWFNFNDFKINECSPTDVTHF
DTNWKTPSILYYNKVVSNSSTDTTITNIPIPPHISTITKEVYLQNNMVTCKTPINFTPATANTIPKENDLVAIDTEFVSI
GPEETEVSSDGKRVIIQPGNFSLARVSIIRENGEAFFDDYIQSIEPVTDYLTRFSGINPGDLDPKLSTKNVITLKSCYLK
LRYLVDQGVKFVGHGLKKDFRIINIYVPPNQIIDTVELFQLKNQRKLSLRFLAYILLKIDIQSETHCSVEDAKTAMDLYK
AYLQLVRNKEFDETLNKIYQIGRSLSFKVPEPNIELQSLPQIPSSIIDSLNFNFDLSISVNQLLDQIKQQVSPTTTTTAT
SSPQSPLKNQNQNKKK                                                                
>Ppal_EFA84410_1                                                                
MSNEHQSGSMSSSTSSSGSSSGSKLTQLSQSAGIFQPSGQPYYSVLQQQLLAAAAAQQQQQQQQQQQQQQQHVGLYTHYN
HHGGTVYQPGQPVAMSGYSLHPYIMDPTMVAVPSPVLQPNGVVPMQSIYADHNSAGEYYPESESWFEMRVEQEYDATSQS
APNAPTAMRFDPWTELLWVGYQNGKVTSLINPNMERHSSFFGAAPSGNINIPIKDMLIDFEGVLSVGVNTVNFHSRGGAP
IFAVKNDKMKDLNAACYSKHDHTEIVVCSDQPVLHVIDFYTGRVIREVQMPSGVKSVSLARGVWCGQSNGDISMLDPRTW
RIEHSLSAHKADVRSMDIKGDIMVSCGCTSRNGQLYSDSIVKVFDIKSLRPLPPIQYKRPSMVRFHPKYYQSIAIVSDAS
GQIQITDIHQDTVSAATANSQYFHIDSLYGYILSFDISSSGDIMAFGDAGNLVHQWAEKENIRVNNNSYPLETAEYPHFQ
HQKRMEDDWPLSYVPFFQDQPDQQLASYWKPTLSYPVGLPQRPLNPSLLAHLKQHDFVGYITNTGISRKQIRSKTYEDGK
SQKTITNLTLSSITQVRPPKAYRWMDIKFTKVGFEEFDVGIYNKTQFAGLENTLINTYSNCCIQTLYFIPHIRNSLLNHL
CSKNYCLSCELGFIFRKFIYMMQKSNIVETSNFLRVLKQFPQTESFGLCLTQEQPEAPFPLSHLITYFNRFLMEQIHKEL
NPQPTIIQPQQSIIYNNNKQQQQQQQNQNQPQQDSIINTLFGSTVVSQNKCINCGYQYEKTSHHFQFDIVYPATVQELGP
EGPTFANILRTSLSKQIKTPAWCEKCQNYFATIQKKTPKTLPNILCLNANATKKEYEDYWKFISNSIPGVKPVSGNSPGD
TSNPNEITFENETTWLPLKIRLKIDEQSTTQQFNVIEYSNDLLQQQDKDNNSNNNNNNNNNNSNRPNSPNTTITTPSTSS
PTTPVNFIDPVTDDGQLYELVSSISHIKDQVKRIPKQGHLVAQIQVSDFYDKENPSQYYLFNDFKVKTCSINDVAHFDAT
WKTPVILFYRKVGYEEEIEPVPLERNPITKETYMANNLITTKGPMSFIPPHIATLPKEGDLVAIDTEFVSIGPEETEVSS
DGKRVIIQPGNFSLARVSLVRENGESFLDDYIQSIEPVTDYLTRFSGIQPGDLDLKISSKNLITLKSCYLKLRYLADQKV
LFVGHGLKKDFRIINIYVPPEQIIDTVELFQLKNQRKLSLRFLAYILLNIDIQTETHCSIEDARTLNKSSNIKYILQRMS
GKNRLNIFPTRMYVH                                                                 
>Acas_g755                                                                      
MDSSSLRLSGRGGGQHHLHNRSGGGGPNGGATTRASHSPLWIPPPVPGGPPVLVDTVSVGGHAAYGGGHGGMSYAGGPAG
AYAHAAAAAAAAAAAAAGLDRPSWFEMRAVTESHVNHIVPVTAVLADPAEELIWSGLDNGRLISYMSPGMDHYSSFQAHK
SAVRQLHADQAGILSISSDTIRHHTRGGLLNFSYRHATQLLFGQELRGMRCGVYSNAMKSEMLLGGDLAALQLFDLSRSQ
VVKEIDIGTAVTCMQRSRLICCGGSNGQVSMLDPRTYRVENTVDCHSAGIMDLDIKADLLVTCGLSKTHSRMGQTYGPML
DPMVKVYDVRTMRPLAPIAFPPGAFLLKFHPKFSSSLFIVSQNGQIQICEAQGDPTSLQMYQADCGGDLVTSFDIASTGE
CLIFADSGGYVHQWADREEVQINQFSLPTPLPDKPYRPAPKAYDDSGSLAMYILPQTEEPLLSSWPLAMTCAVPRKPAPI
PPQIINNLKPMGKWLAAPNVGLKRNALVTAVEPPRHKRTLRIDSNKPPIIPPKHYRQMAIKYSKMGVQDFNFGYYNRTKF
GGLENLHSNAYMNSCLQAFYFIPQLRAHMLNHLCDDEFCLCCELGFLFHMLDISNGVSCDASNFLRSFRHIPQATSLLEP
AEPDAERITYGKLGQQFHLVMVNQLNKESMKKGGDGRPSPRTAGTPPTSGGASPTPAAQPSSAGGSPQSPRSVGRSSGGA
PLGGSGGKGAAVLGAIGQERRNSKPQQSFTNPGLLDQLFGSTFLLRTRCSMCNYSVVRDVRTYSVELALPPKQGQACDSF
GDTLRHSLSHEFTANGWCEKCGRTRRLIQRSQIKHPPNIFCLAFSLKDEHVQEWQTRHEGGGGPDKWIPPRFKLKKEIMG
DSVIVEECDSDDQSESVGADVYELTSVVWHVYNPMEREPAKRGHLVVHTKVPRSYHDKENVIPTAAVMQPEIDEASFAEE
AEVPNSDWYLFNDFHVTATLPEEAFTFNPQWKVPCLLYYARVDLNDRVPVNKVVSPITEDVLFADNPMERRALSKLPRTF
APLTREDLPKAGDILALDAEFVSLQTSK                                                    
>Php_XP_001762980                                                               
MDEKYTSTSTQIELNTECHTDETDSARNGRSAKRGPHENAENGKGSGRVSSQGRGRPRQGGIVVVILRHPAIILVAPRLR
VDFLPSPDCWPRYFRAPPPPRHCMLSGGLAGCLRHDCWNCKWNSSRMRMGVPDARGRIKIGVEELRIARVCGYVTMVRAK
LRELAYVTQQRANEPVCCTLFDPLLDLLWTASSAILATNSLDTLSNDGEGQRCGAFECSCCTETGLIFIWGLGLKQGSLH
SFICPTLDKYSFFGAHPSAVVGLLGAAEGILSVSSEYVRMHTRGGVSLMSFSRDDDVLGITCCDWERPGAGRVLIGHSGS
RLSVLDLSTAYIASSVVVGQDIAVMRSNGRLVACGGMGGDIILKDFRTMKTEHTIDAHPGKVSSLDLKGDLLVSCGLTRR
MGRIYCEAVIKVFDIRQQARPLSHIPFSPGATILRFQPKFSSIVLATSASGAILLTDVQGVGADVQSYQVDCESDHLLST
DVSSSGELLAFGDSGGYVHVWGASEHDLVNLHSLPTEVSLDFQARTSVKSVRMDAKLNWVELPDIVQPLAENHVCELESF
SDVFLPATTDVPFSAMDMSTPIRVGLPPRIVGKHLLEQMNAHDFVGYVPNPYWRRGSSQGSASRAVAGIRNLRQTPKIDV
KPQSTPVQRPGVSVFTTKVTTKSGQSWLPKTYRRVEIKQSQYKLKYEEFDFSYYNKTRFAGLENDIVNSYCNALLQVLYF
IPALQAAVTSHVCEREFCLTCELGFVLHMLDVAQGGTCQPSNLLRALRQIKEAAALGLVEGPEEWENSKEKSLAKRIQSF
SRFLLEQIHKEGAGSMDPEVPSPLPSISNQLFGMVIHVHSKCRGTSHEDVVQERLSFQVDLQYPAGKPNSVRPSFAELLQ
NSLCKQEDMRAWCPHCRAYVSLQQTRFPCSLPEILIVNCCIQREADLYYWFADGDYPPTSDSGKTGISNNGSNSTSSGGQ
VVRSNWLPFRVEIAVDPAASSVTVTEGGTEDSKDVGKSKESVVAESAETTTSTRAVYELTAMIPSSYSDSYGGISLSSPG
PGVNSSTAFSKLQLEPTPVGLGGASTTSDWVLFNDFCIAPTSASDVVTLYGKQKVPCLLYFSRVKEPVVDSSNHTTQSLP
AGSLTIQPSPAGFQGRSHGTPISDEIFKRLILETRASLDSPAAVSNPYTTFLPFDMTTEFPKPRMLLGLDAEFVALAPAE



KGIREDGVEYVKRPARLGLARVSVVRGEGLKAGVCCIDDYICAVEPVYDYLTRYSGVAPGDLDPATSKHPVTTLKKAYVK
LRYLVDKGCRFVGHGLKKDFRMINIVVPQAQIIDTVELFHLKRQRMLSLRFLASYLLNTNIQNETHDSIEDACTALRLYE
KYKQLVAAGEFHDKLLEIYRYGRKYNWEIVKDVSEESVRADPTPS                                   
>Crei_XP_001691395                                                              
MYSSYGMSELAVAPLDASYPSAVTAMQFSPHYEAMWAGTEAGHLYCLQAPSLQPYAHWQAHPHGSPVLEVAAAGDGVMSL
SAHRLCLHGLGGAPRWSLNDDSGAFSAVCLDAGGGGGGGVAPVGLAGARAVLGRSSARMSLVDVGTGRVTSDQEVLGLLG
GEGVTLLRGPASRGALVAATSLGRLALIDPRAKLRADSALIAAPGGVAALDARGDTVAAAGYGMRAGTVVAENCVKLFDV
RAGLRLLYTLPTSGPPAALAFHPPPLGSACLLVALPSAAFCLADTASGGTSQVYQADMASDQLSTACLSPSGDLEDDSFA
AAVQYPPPSPPPGHTGPPPGLASDWEPAESSAVGLPPRVLDPAMRRELRVVDGVGYLPNPHYSRAKSLADMARHGGASGL
NGGPRLNKWEEFDFAAHNSTGRFAGLENDLPNAYCNALFQALYFLPEFRGLVLAHVPEPDAEFCLTCELGFLDATNARTP
SPGPFRSGIAPQPAPANAALAPALEALMGISFRTRMTCLTGGGGDSVRDGRSFQVDLQYPASREKAARAAEEARQLGLNR
LPGAAPPMRSLLAAAATRAWVDEARGYALVKKVRVPVCLPPLLTVNVAVGDSSEAAWWLPAKGPAPVLANPDVVACVYEL
AGSDAAAAQDSDTNGRAGASGPRNSLSSGAGGAGARSQGAGTGTGRGHPQGPEWVLFNDFCVAGGIPPAEVTATYGNQKL
PALLQYKQGAMANLPPFRFKPLDMVRMAPRPGTRFAIDAEFVASSPPESRALKQSRLTLARVAVVAAEPGPLAGSCCVDD
YIRAVEPTYDYLTRWSGICPGDLDPQVSRHYTTTLKHTYLKLKWVRGPGGGAELKWVRGPGAGRLAAVGVQGRRQGDEGG
YLLDCGCVFVGHDLRKDFRCINMVVPPEQLGHDAIEDARTAMRLYHKYLELTANDTFERVLNEMYAWGKANGWDPMALQQ
QGLGQQGLGSNGGGHAAGI                                                             
>Vcar_XP_002947333                                                              
MRLCGQPYAHWHAHPSGPVLEVLAAGDGVLSLSQHRLALHGLGGAPRWCLNDAGPQGGHFTALCMDTGTGGGGGGGSGGR
AVLGRSSSLVSLVDIATGKVVVEQLHSLVVRLFPRPPLPNSVRGAVQEVLGLLGGEGITLLRGPVTRGSLCCATSLGRLA
LIDPRTKLRVDGALIAAAGGVAALDGRGDTVAAAGYGLRAGQVIAENCVKIFDLRAGLRLLYSLPTAGSPSALVFHPLMP
ASLLVAMPSALFCLADTATGAATNLCQADMASDSLSTATISSSGELVALGGSGGYVHLWGDMGPGGLGGGGGPGRHRVNK
AASSVPPPAPPGGPRPKPAVALQEDDSFSSAPQYPPAPPPGAPPGLPPGPLVSEVDPSENSTVGLPPRVLEPSMRREIRM
VDGVGYLPNPHFSRSKVLTDMVRELAGLRHGPSARLSMRPDWVDPAAARAERQRQRAAEGGVVLPLRYQYVEIRHYGRLK
WEEFDFSYYNRTRFAGLENDLPNAYCNALLQALYFIPEFRTLVMCHTPEPDVEFCLTCELSFLFAMLRRSVGLPCQATNL
FRTLRSLREAAALGLLDGGGIGPAAGTAGDAGAAAAAMAAAAMASHSGASGGGGGGTSETELSRRVAALSRFVLEQMHRE
ASNARTPSMGPFRSGIAPQPSPANAAMAPALEVDLQYPPSREKAARAAEEARQLGLNRLPGTAPSQEDPPGSPPPPFSEL
LRRSLLAASATRAWLDEARGYALVRKVRVPLSLPPVLTVNVAPGDNKEAAWWLPNKGPDGEIPSGEANRLPWALAVVSKT
QLWEVEVHQADTAEQLYEQLGTSLFAPGVVSGVYELCGAVFQIRDLDEAADPNSNRTGGTIKPNQGHLVTMVKVPQQYWD
EIPQPRLTKPPPGSMAEYIQGKQPSTTTNTTSTTTSKTAVTVMTSSSNSTAQPNGKTAPQRHSASTATVTVAAATAPSSD
TASAAAGGPRSSGVGLDLGSISLPDDLDDIFSSTMTIAAAAVAAAAQAPTAASGNPPASGWPSAATAGAAGGAATPPLTH
GSRGHPQGPEWVLFNDFSVSPNCPAHEVTATYANQKLPCLLQYRQVPPPSHLASTAAAAAAAAGTSATASTSGVVQPTNA
GSSGGGSGGSSGGNRDGKKQAAAGPQRPGGGGGSGAVVAAATVAAAGSPAALIAAATSAPPPVLTSEQFRLLCCSPPLQG
PMAALPPFSYVVENNRTAFENITEANIMSYYLPLSTFLRGGHQNCDVLTLARVAVVVAEPGPLAGSCCLDDYVRAVEPVY
DYLTRWSGIQPGDLDPAVSRHYTTTLKHTYLKLKHLLDCGCVFVGHDLRKDFRCINMVVPPEQRTPAGTRQGTCIPMVVV
LHGGAFPAAVGAAAPQGFPQQQQQQYGPYPPPPSQQQQPYVPQPHLLGHDAAEDARMAMRLYHKYLEVKADHTRWRIKLS
IVIWSSARGQKRSFPACKIRHCLPHNRLRTQDTGYRMQASWHADECVT                                
>Otau_XP_003074070                                                              
MAHLYGAGADPPGGYGDGAQYGAAQPGAVLPSFPFDACTTLQTELLEEGHAPPAITSCGFDCGEELLWCGTEDGWITAMY
APTLARHVSVEAHAHAVTQIVPLACGALSLSASSVKFHTSGGIETLTCASCDGEQNALKALAYQHPHGRMAGKVYVGRAA
PVIEQYDLTRGVLIKSTELKHACEKLNWGTQRGLLVAGQENGELSFRDTRNGLRQELMATAHGLGSVTGITGKGDLVVTC
GTTTRAGQVVVDQFIKVFDVRYSARLLNQIQFPSGPVSVEFNHGYESPTLSVVGYTGAVQTLDVVNPAVIPYTYQIDTHG
ASIIGQAVSSTGELVAFNDDSGWVHVYASGEESYVNAESFPTAPVDEYALSQQEFQLPDDLTACGLTAEEINPAKGEFKS
NSSLQGARVIETKKKGLPKMYARVECNRSALTAERRYEEFDFSTYNKTRLPGLTNDLANCYVNPVLQILHFVPELRSKVL
AHTCEREFCLTCEMSFLSHMLSTCPPGLATQPLNFLRTLRQIREAAALGLIEGRDELEARAEHSPIRRVQAFLRFILEQL
NKEELSRRQALGDVAPTGQTACESIFGTISKETLKCTQCAVTTAKETRNFQVDLQYPTVRDGQRPSFVDLLKRSLDVSQE
MRAWCEGHKAYTRMKQNRLPLSLPDCVPGSTPGVSPLGNAGAVKTTEVSESSTFAPTKAPITANPSTPSVSRTSAPGSVN
EWLLFNDFVVSQVSKDEVTQLYGQLKIPCLCMYTKVEKPAPLPLPPSPITFELYKKVTHGMSVPRGVPFVPFSCVGEDTP
GPGMLLGIDAEFVSLAPAIMAVRDDGTEYESVPARLGLARVSVVRGQGQQKLTPIIDDYIRAVEPVHDYLTRFSGLVPGD
LDPATSPHFITQLKHAYLKLRYLIDAGCIFVGHGLKQDFKMINIVVPPDQVIDTVELFHFKRQRKLSLKFLATNLLGEEI
QGETHDSIEDARTAIKLYETYLDLQARGEFESELLEIYRFGKKFGFKGETTNEETNPSDAGLMSAESWTNLQQDMSALGM
SDDGGVSLQDFAQSRQSRFGIESHQRSAPPPIAMPFTPQMAPQMAPQMTPQMAPQMTPQMAPQMAPQMTPQMTPAQLSQM
LGIGFGHAQPVRTGLHMGSNPVPMQQTVPMPPGAPPMPPMQMGAGVPRPMHAPPPPPFPPGPPGRQWGT           
>Mpus_Micpu64261                                                                
MPHDATTPPLSELTHGEVIKTGLPPHIIPKSVLDNVTWQGGGNEPMVGYAPNPYYRRGRAKGEANRAAMQLQRKREVIKF
KTEVTKTSALSSSNGFGGGVGGERARASTCPLPKLYHKVEAILDPTRARFEEFDFAAHNRTALLGMGNDLANCYVNPVLQ
ILHFVPGLRASVLMGHACEREFCLTCELAFLSHTLSQPPTRGGGSHSSASMKVEPLNFLRTLRQVREAAALGLIEGGGNE
LEARLDQSLPRRIQAFQRFILEQLHKEQGGGDDRPVRLGEERTKQKTPRPRASRSNSNSNDVDEDEVPALCAPVEDLFAV
SSSTKNSCAVCGREETKMTRSFQTDLAYPPKEAHKGGAAARRLNANTNANPKTADDLHAFSALLAKSLATRGEVRAWCDG
HDAYTRMTQKKTPVSLPAVMSVSLGMRDVGDLRWWGVDVDAPPDSRESSEAVETSWLPKFFSVKVAGENVCVTESSTEAF
ECDDDGDGDDDDGASEHARYELTGLVCLARRPCEEEDDDAPGGGVDETGAKILRGHLMSFVKVKPPYIAERGAFGGASVV
GEGKSPGVSPLVIGQTGAAAKARADAAAAAARVSELRVSGDDDGAEGGSTETASEITPADADAGSAVREEIEAEDAANAR



VKAAQFAAALAAGEAMYGEHSGFAGVTPSKVSEIESSDTADASLYPPYSSWGSEGQGANAGEGVRVSPDGVADTDWLLFN
DFCITPVRADEVTRMYGVAKIPCIAAYSRVDAPPPPPLPPSPITEDVYRRLTLDANLPRRCPFTPFDFESPAETPRPG* 
>Cmer_CMJ136C                                                                   
MQPLHTPVEAPVFPGLGDPIRRTRWVSVPLTDPDTDALNGGSRPAPTPGTHGTRLVLVGTQHGQVRTSVYPSGCLFTSWV
GSVAGALSDGVRDVAAIQGASTESLLVSVSANGTLIRTTLGLPLHTLTSSDWTQSRLCRPMPLQGHALLLVTTDLGRMHL
LQAERGTALRSFVDPPHIRRALAADWLYNQAIVLGYDDGSIALKDPSSLRVLHEEPRHPAGNAARFPVVDLVALSEHGLV
AAVYGVVPLIRLYDIRKGLGNGGRVGKISPAIVQELAVPSSDSVIALKWLPGKQRLWTLGVGGHCERFSVDGAASVLCYE
AGLCLPVGNGLYSCFDITAEGGTLVTGDLGGCVQYLHLEESEKLEALANAQCPDPALSEPALIEALCSRAARNARPRRDL
TDSTHTEQRCWLADTPWPLVQQQRGNATKRLKFRFPLLASPIAIRSARFVGPVGYLPVTGSASDQLYLQPDEGWQQTSIS
TASMQPKLDTLEERVRFRRIDLVKAESLEGFDYALYNRTRFCGLENSLPTMYMNPILQMFFFIRPFREAMFGLCHRFACT
GEELPTSIAAELGYLYDMMERGGSLACDTVRLMYAFQQSHQAVALGLVDRLSGGPTLMQSGIPLERLVDKFCRFLLENLS
REEMHDAYGAPPDQRVIERLFAFRTRTCIRSVASGLETTREDVQYVLSLSSDNAEPVEAAHFPSLVNAALRQTQPPIRAL
HPASQKVELVEQRREVLSLAPYLLCSSAGITVRSLQPELELELPLDAACYRYRLIGEVVGVRPANVPASTNQQKAPAATS
TVAFLRIQGLEPHQASLSAQEGSWYCFNDFTITAVRDAAQVERFDSCFMQPLLLLYRRETGVAAVALDDKPPVSFEARLW
PDSETEWARVFALRPMSTTHKRLLQAGDRNALRARLSFVPLQPGERLTRGTLVAIDTEFVLVSREKAEICCSRRSTGHTP
RWCRWSSPSLGQAPEEEEPLLRRVILEPSRKHVARVTVIRENGQVLLDDYVMPPPGCTIVDYLTRYSGITAPDLQPNRTR
HYLTLSKYVYAKLHALQRTGCVFVGHGLRSDFRQLNFLLRSEQYRDTALLFRLPANERTRGRSRLLSLRFLAGCLLKRRV
QNGSQGHDSVEDARAALDLYRLYLELEQRQLLKTTVERLYEYGSRKHWQPDFADPFELAL                    
>Cpar_6240Contig37489                                                           
MAGNPGGPLFSELYSHPACADSISALAFDPCQEIVWCGSQQGRLTSFLFPGLERYSACQAHVSDVRGLLPDAGGVVSISA
DTAFTIADPNRWHLALGGDFGKLLLFDLNSSRILNQACISQGNPILLHLTCGQTEVDISTTSMKLTRAIVCGTSTGALQL
RDPNLRLEATLEGHSGPVLDMDVRGNLIVTGEQFFSDPLIRVTDTCDVQVNLMGEELTAMGLGTAGQLNLYSAETPIVPA
FPSPPLVPCTEDGFAAINADSLCDISGGFQGTPDHEAVPKRFRRVEIKLNKLGVDDFDFGLFGADANPDMMERSNGANCQ
ASNFLRCFQQITQLNPGTLPVGRRLHSLARFLLEHVSKELDGQPPSTQHLPKPLGNRRSAAGQPALPDPAPSPHGHNTIR
ESRAFVIDLQLRAIEVRDGCIKGLQLKARVVTSGTMAVDEIRPGMEAVASGPSATAVSSLQAVQGGNPDCGAGEGAGEGV
GAAHAEEAVEYELTGVVSLILDDMAAATGQGTRTGGTGSISGPVAAAVPNAADPRFYNDGHLIAHIRGALCITLHYFRGF
TQIDINAAGWAVADASLAQSADPSVLGQASENVESGDDDVEAGQPSSVEQSASGSHRTRTSDWFLFNDFVVQAASASEAG
STEHPSPIQVGATKQEEEVRADGSRNVVKPSRMGLARVSVVRGDGAREGEILIDDYILNTEPVVDYLTRFSGLHPGDLDP
SRSRHHLIALKDAYVKLRYLVDRGVRLVGHGLKKDFRTIIFVPPDQIIDTVELFSLRRQRKISLKFLAAFLLHIDIQSGS
HDSVEDARTALALYRKYQQLCADGEHPAEPAGTSTPGPPMAIPIPSGKHSSLMPPPPPSAKHAS*               
>Esil_CBJ27638                                                                  
MVNCRYRRPVLNLGRRGFDGFDFSRYNTTELAGLENSHAHAYVNSILQALYFVPEVREAALREQYNPLHYSPMSGRATSG
LSCELGFLFHQLAGAKDMEAKHRSCQATNFLRAFKEVPESVCSVRAFKEVPQVLALGLLEDPQSKRAIGLPRRVEALHRF
LLSQLDKEAKEPALPPAPSQPTPSSQPSKAGGAAASGSKKKEPKSKKAKAAAAAAAAAAALEAAKAEKEAAAAAAKKRKA
EKDAGGSGGGGGGKRSGSTVDRLYGYGTRTSNAFLHDKRTTIDVKHTRTLVTEMIPVDHPGHPAPAKYFADVLARSLCRE
TRARAWCEETSAYAPIKQKRCPVSLPEVMPIHCAAALESSEATKGAFAGKNIRGGTWLPQEIEISLLEREDGELCVVVGE
SADPPASWVQALEAEDGKGATTTATTAAAAAAAGPTTPGDKKDTSTSPGKAAAGTGTPSKQQQPSPPPKGKPEQQEQDRE
GWYFASPLTGKAGEAAIAAAAAAAAAAGGGASAVPAAAAGARAEEGDGGAREDRWVVDGVRQYRYRLMSVVSRVVPVVKG
KKKEAGAAAAEGGSGGGAAAAAAAAAGTAAAGAGAGSSPGEADATIEEGHLVLHVRAPVLGGKPSSTDNTATPTKPPPPA
AKKDARKDGGGGGGGGGKAKGRREGGAAVASPGATGGKNGGSDSSSGSSSGSGSGSGSGSGSGSGKGGAAAAAAAAVDVR
DMTDTEGGGAADGNASPGGGRDADRGTVRGEEEEEEEWLMFNDFLVEKTVLDDARGFGPEWKEPCVLVYRRVPSAEEEGE
NARRAAAMALTKKRLAITPSVFDIAPLSKNRPVSQVVRLPPDRLPGKGDIVAIDAEFVSLTVEESRLRGDGSKVVTKQGR
QSLARVSALDGRHSGSEVNAIVMMDDYVVQSEPVVDHLTRFSGITPGDLDPATSRHNLHHMRTVYLRLRWLADAGCIFLG
HGLDNDFRMCNLTLPPSQVIDTVHLWSLAGQRKISLRFLAHYLLKINIQGETHDSIEDARIALALYNKYRSHVAAGTFST
TLDALYKYGWEVSWKLDGGVSA                                                          
>Esil_CBJ30972                                                                  
MPSTTTEGGMPVVTVKVSSFLKHPAAGHTLYECRVELPHTRQVWVVHRRYREFVALRQHLKTACQHYRQKKPAPSSRGGK
PHPANKPPERGTASLGVGGGVSAAAAGGDGGGSSGGGSSACSRPPGSAELIESIETILFVCKFPSRIPLGRSFSLKQERR
KALHSFLEALVYLRPLPNKVASFLGLLENNRLAQDQNGDYVRVMHTETVLPIPPSPAFHAAAHARREKMVADVAPRGGED
DDAAVAGDDGPCGTTPGLRSSKAAATKTLAMGVASAEGRAEEGSDVPAAAAEVATGCSSGSGGGGSENDGRRKASLPLSS
PAAAGTAGASGQPLSDHVDSSSPRQHQPPRFRQQEQRSVGSRAWEGVRTVEMESGGGEGQDRWSGTEDPTDSESGSDSET
DDDSDDDDGRGTRTAEDTTHVRGDDDTEPRSSPGAGRQQRQGADGGVAHGGADPAAVAEAVATTGLGDENRGGGGSGGEP
GVIPDPPLPAVPSPKARSPTALVSPPSTAVPTSPYAPVAKLRGGGADGGGGGEVDCDADGEDETMTCQDEDVDGGGSGDG
GGGVGEAEVKGEEDEEREERLIQWEFLNGFLHEVVAKVVGRQGLGGTGSAGGGERGGGGEGGVLSSPLSDEERDVRVAEL
MSFGVDLPYEMLLTLLRYKDWGPEAATALYQSLVAAGKGLLEKVNPGAPVRGMQNGGNTCYIDSLLFAMFATLDAFDWLL
FKPLPSTDPPEVKLLQKHLRFLVNQLREGATIPREHSNLIRTHLRRCGWQGGASTQEDVTELFTFLVCLLRCPALPLSEA
LFHGGNVDAGDSRISTERALFLALPEAEKETEDRKRPKSLSPTRDANAAPPLSTNSNADPAASSSPATQQQQGEQQATAR
SPSVPRRGKGKDSGGVGAAVTLEQILMHNFHDNRVEGLRRSVSGEKGSQRYEQPVAPTPAAGAFSRASGTGAAVPEATKS
RRRVIVPHRLDVSNFMAPSAGAKGRADKSEPGRFVLVLRSAVCHLGGESVSKGHYVAYTADRVASGDGGGNKKGEAGVAH
AAKAGEWASKSTTGWASGGGKSSIGADDGESSQDSVAWLRLDDLHEGPGGRGYVERLDTVHEANRLFSEDLGLHSYMLFY
ELVPLNLDDAGKAQMKEKLALMETQSDYELALQLDLMERARTDDGGWSQGGGGGRGAVVITPICPVS             
>Ptri_XP_002180821                                                              



MNDMNRNFEESVGTFYDPGSMYAAAPIDFTLYSGSQGVDLGYRHYQSSACDSNFGVEPLPYDEWNGSDAAADTEAGCYSP
LGAFKPQIYGAPVSAIAYDGTFEAMYVASVTQSMSSRFNGHRASVLAMHQTTDGSVYSSVAGHPEGPGHILNNIYDSVYG
MTPSMSTAGLPGYRHVPKHAFKPPYGTNDPMLPGVGSRGNHHIGINSLVPTMNGYVASVSPAGVRVHSHGGLQVADYHVE
GMICGTQHPSHDPSLVTHMTVGGLAIPREKGSHTSNYQMLCLDLWQGLRVVSSYTIARNTKNVSCTAIACNNSKGSILAG
CSDGHVRMLDGQLREEARLKSHFGGVADITVSSDGNLLATVGFGSRVAKSTKGQLYGFPDPAVFIYDIRYLGRGGIPHPF
AGLNGGPRYVTFLPEVQGLPSNRLLVASGQVGGGLQIIVPFEEPSNAGSSFILPHLNMNESISSMTVADDKLALGTSQGS
ILQYRMAGFHHSIDSHGLRRGAFVPSTLHAKSIKEPNDLLPEETRKTKQVLSLPSLVPPPPAISVDTSVLLKGSPNARSG
ESEQLKALFSIYTMVADPILSMIGDSRDEAATSFGRLASTATIEQSKLKVSSILLDRASHNVDFLETIPTSDLKLNLFHD
HRSDNVKISPTRKALLSNPNKFLYSSVLFTTAYEESLNRSKITGRKHRKEESSRDEKESLMRIPPRYQLTLRSSGKFAAS
FNYAEFNQSGILPGWDYPPTMPNAFVPPVLMVLYFIPEVRSSVAQLRLEKFTSKQLSLSPELAFLFHRIERISAFAMIYP
TYSDTTLPTRLGIWAPLNFLSILQEMPEAEQLQILDGSPAAVDTFRRPEAFYRFLLYQLDKEMCRKTEPKLLDPLVGISF
TSVNEFLSGTVSPTASSTRSLTVDLCYDPFVGMNKNGTRSSGPVRFSTVLQHTLYRETRLRAWNQISKSYETIVQRKMAT
SLPAILSLSSACAGRDETEGLALWRGSNSSNGHWLPEMIEIELEESGNVVVWELLEDKSTGKEEWIECSGRSSSTPARAS
TILERRKTRGTKRRYRLDAVLAIVRDDLDSSCSDEVAGLISNGQYGHHVVFARLGKDHHRSLASQQLGTLQQMDHDCEKN
DIFRDTLAASRFDKRIYEKRVELAEKMVETLSIDSSSEDVWLLFNGYVVSKTNIKDAKAFDVKYKEPSLIVFRALDSPIS
SINVTDISFVSPDVLRTHSITNGSLSRHSLSQNVDMLPGKGELIAFDAEFVSVQDEDYSLTESGSKVTLRETRHALARIS
ALCRDEAVLFDDYVLPIEPVVDYLSRFSGIVENDLHPKHSPHHLIGTRAAYLKLRCLVERGCIFVGHGLSGDFWTANLAV
PENQIIDTVEIYHKPAHRYVSLRFLTNFVLKRDMQQDVHDSLEDARAAMELYQTSIALKQQGKFDMLLDDLYEYGQKADW
KLGIERGR                                                                        
>Pinf_XP_002897624                                                              
MAYLERSPRGMMLTRAGAVRLHQPHRTKTGTANAVSTTTSHDNSSSTRSSTMPSAKVAGQFFARKGLRNDLGANNCFLNV
IIQSLWHVRSCRVLISMGDHAVHHRCGGKPTNASSMRTETITPCLLCELEQIFVMYQFAEQPVLDVDRVRLALGDTFALG
AMNDATETLETILDALHYDTFNRMLLLRHRGCAHSSGVHKVEEMSESVREDASAIICEPQCVAHRLFQMNLMELKICASC
GHTAEPLMNTDFLYRVYAQELLNSARAGGDKKHVTLEEVLRAEAQSQEVAGTCDECEKGNQRALSRWILTLPMVFSISII
WSSSHVNKTDIKDWMQLLSTQRQGDEESQQALDLGRIFRLDNSAEVASVYSFRGLVCYYGRHYVGFFSSRLNEDGVEKER
WFLFDDTRVKLVGTWADVKLRIERGGYQPTLLFYERNGIEHENLEKIASEIHKWWEASADEPDETNNNEKTEKKAAEAVV
KNGKGAPHEVEFGLEDELLAKMERSVRITQEHPLPPLVQAGPTAVPTSPISLPPRAPKSMPVKNANGWRDEDIHLHIAHQ
SAQDTLSRLNGILSKDKVPVSTPVDGRAVLRMAMSQSMRNSVRLRDYSTHRPTEKQREVNPDKIFEDDTPAITEEQDATA
DKTTEVSQARVKIYDVRLNASDGGIGLLLEETSDDDSSSDFKKAFIVSGFEVNGAGEKLPAEASGAIREGDILVGINGHM
LENEELVDVLEMLLMSPNPVQLKFYRFQPWACPRCTLLNNSIDSACAACGNAPVVPS                       
>Pmar_XP_002787528                                                              
MMMAGPPPPLMPHSGMMLPGGPPPLHQGMMESGPGGMIGPAPPPPPRMMMMSSMDEYHHPPPTDPHYGYMMDGGGPSPNG
PVPGGSMRSTSMPMMGGSNPVNQSHGNTWIQIMQQHSLCPALLNQNDHPTLLRWDPFEDLLWVGTQQGRLASMQFTPNGG
LTDYTRFRLERSVVEEGYDGEGGGYSPISNAGVVASYNPVQHLLFDQSGVISVTPHSIHFHTRGGVRHYIMDDKTIHRMG
SNGNVIRSAEFYQPNPSHLVVGGEKRTLFFVDMQAGSLSTFIDRSSVLCMGGTNGSISFVDGRVPKEFTYTIVREGPGSI
VGPDVFLKIFDIRTLRQALPISCPTGAYMAKFHPALPCSVILLNVHGMWQQADFVPGASQLMSPAYYKTVAVGHPRGYKN
TVIARSSMSDSSTVGSCGDGVGSGGGKEVMGEVIDMDIASTGGTAALLDNNGWIHLWQTVSENAMQSQGMHARVNQYSNP
TAPHNTRSRHLVTGMLDGSTDNRVLAEEARSGRQRPLCVMDPRTNNISYNYQDVMPLWPVGLQPIADDEEQRQYNNLPGA
YYDDEHDGCRRLRPPQTILPAVKDAAKAQGIDVSKHPDSPRVASGVPVVHMKRSSTEAVIKGNAILWYTTSLMNEMSEEL
RTMRRDRRHRHPRAESQLSDILTESAEEEKDPITGLARIPRRFQFTEIDYGQNYNRFPFAKYNRSRFVCGLDNSYGGGSN
WNGIEFCNNAITHVPDFSPNFYLSNGVQILYFIRPLMQAAEKHVCSEDVCVYCELGYVFRMMEQLMFASNRICQCTRLLR
TLKATAPAELREPIDSEHPALSMGRKGILLLKHVLLSCKRTASSSPSSSISSPLSSXXTDGAAFVIEKILSESKPASESE
RYRNEQLEAALEHLMSQDGEEFWTSGQWMTERGGGSDVGAATATTAVESTNEDGVWLLTGNKWFTSATDAQMTFTLARTP
DTNGRLDMFYLPTRDQEGKLNGLKIVRLKDKLGTRQLPTSEMELNASKAVRVTYNGRGLSMIMNLASITRIHNTVSAAAG
MRRIIQLAKDYSTKRVAFGRRLQELPAHVATLAELEVEARAACSLWLEMARLLGKVEASTATDDEMMIFRLLVPLSKLQT
GRQAVDVASKGIELFGGAGFMEDTGLPSHLRDAQVLAIWEGTSNVQAMDVLRVITQTTGEALAALKRRFESSIGVDPRVT
SLLDQADHLLRDEFPEPLALRASFLVARGVCGGLMLEHGRHEEAVRSDTIAADRWLMDTKTGVMHGARMHAENRALVFAE
EDLSLTHRAGRVCAL                                                                 
>Pmar_XP_002785941                                                              
MSNRRFHPALPCSVILLNVHGMWQQADFVPGASQLMSPAYYKTVAVGHPRGYKNTVIARSSMSDSSTVGSCGDGVGSGGS
GKEVMGEVIDMDIASTGGTAALLDNNGWIHLWQTVSENAMQSQGMHARVNQYSNPTAPHNTRSRHLVTGMLDGSTDNRVL
AEEARSGRQRPLCVMDPRTNNISYNYQDVMPLWPVGLQPIADDEEQRQYNNLPGAYYDDEHDGCRRLRPPQTILPAVKDA
AKAQGIDVSKHPDSPRVASGIPVVHMKRSSSTEAVIKGNAILWYTTSLMNEMSEELRTMRRDRRHRHPRAESQLSDILTE
SAEEEKDPITGLARIPRRFQFTEIDYGQNYNRFPFAKYNRSRFVCGLDNSYGGGSNWNGIEFCNNAITHILYFIRPLMQA
AEKHVCSEDVCVYCELGYVFRMMEQLMFASNRICQCTRLLRTLKATAPAELREPIDSEHPALSMGRKGILLLKHVLLSCK
PIRYYPSSNIVTRLFGLSPPHGVPASPFVTLQLPSDEDLQEAVDRCRAADISTTEEEDSHAEKSELGEGPEEGDTDGDTN
ESSEAAANEDEASDGGCLLKPNHAAFVNMLSPSLVGGHGSPPVLLMDICPISEVQAAFWSVGGADFLPATLWLGYNDPHD
RTLITDVSTTKPRSTDVKVSSTLIARPRCNYFKYELQSVALHVRDKLKRKCPQGHLVGITNIPPDYHTDTFRTSGPPRGP
SLSSSRGPEVGAVVAAGVGAVSPAVVGVVPTPPKGTPTRFMSPGIRSHPSPTFQTSLGGSSQIPRPFTYAAAVAGRSYAT
ATSLADSGAASGHGESVTSQSPATSEEATSATEEEEEEEDPNWMVLNDFVITPSARQEAVDFSADWRTPVLAVYVQKRSL
AQIAVHDRQLGAATPLASSTLHPEGVGISLSSDRITRNFVPLTEKEIDRLLHGGLTVALDAEFVAMGLASVEIREDGSKE
VSSPGEMAVGRVSVLRADPMNPDDGDEGIKEGTPFIDHYLQIEESEIKDFVTRFSGLVHGDLDPKTSRHWLVSSKAVCEK



LRFLVDCGCRFVGHGLSTDFRIINLFVPQRNIRDTVELFHLPGQRYLSLKFLAQHLLGSCIQTDTHCSVEDARAALQLYR
KYQELEAEGTLKDTTKQLYEIGRQQGWK                                                    
>Ehux_237312                                                                    
MEDLQVIGTIQPSEAPLHLVGFDPGEELLWSASQAGMVYAHLMLSGAPHVAFRSDREMSPAVAVFPHSSGLVTLTYAAAH
FISRGGVELAEVRHESLGVLSAGVMCASGRTPAVALCGAGTADGTEGSGPSLALMDLSTAQLTVQLPLEIVPTVARWEGR
SGLLVLGGGDGLARVFDVRSGVKAVGAAPLFPRGVIHDLDVQDNSLAASALRAQLGPLGHDEYVFDSNLRTADLRQLSRP
GAQLFFAPGMTAPSEVATGAAHRGGQLCALSLSSSGLLVAASDSTGCIDVCAPTEQTQIAVNFSPEPADPLPFLAWGEPP
SALGLLPDPPPYADAPLASDWPAKQLGKRGTRYAEPEVLLATIRSLAPKQHVSFGAVPAIYIPNTVGRLPNTAMPPLSRL
HKPGIARGGGKEHARAADSDGGDEEDRAAEEMELPAEWSRYRRLKVELGQFGLADDFSFEEHNSTPHLCTLDATAAGDGY
VNPLLLLLYLLPWTQSFCLGSLSASQFALSDELGFLFHMMRASAGSCCQPRNFHRALKQSREASALHLVDVVDAPLWSTI
CKFETRFGGDAEPAETRSVQSMVTKLQLPGGGEGGAPPRFVEALGACFCSESTSRAWHAPSKTYRRCTMRKVMMRTPGVL
LLLCDELGGSVMEEWEAAHGEPWLPSAFGLSLPSERQRGVANAAADGGVGGESEGSGLPAEEGGDAATAEPAAEGVDAPA
VRALEAGGGVGDGEQEYELRGLMSFTRSTFVHAKEGSGHLTLSFRVPKLDTPPARTAAAGFESAAPSTAAAATPSVGRDS
AVAPEYTPEAAAAAWDGAAEWFVWNDFALGPAAEEEVRRAHSLWKRPAIAVYTRRSLAVDLTALPLRPAERMAVAADIAP
EYSLLEVPAPAAGSAISAAGFKPSFKPLGLSELPLATGQLVAIDAEFIAVTRRGKRGANVVVKPARLALARVSCVRGQGP
HHGEAFVDSYIAQAEPVVDYLTRFSGLRPGDLDPSVSPHHITTMKAAYLKLRQLVDAGCVFVGHGLKKDFEMINMRVPPE
QVLDTVELFWAPGKRRISLRFLAFHMCEIHMSNRLHDTHDSIEDARTALQIYDKYVELRAQGQAVLDAAIDELYRVGREM
SWEFSL*                                                                         
>Tcru_XP_813091                                                                 
MNVHWKPRGGAQASVGIINAVEFDPDVELLWVSDSFGRLMSFTTQSQTNTLTWTTYSSFLASTRPISGIFFLPLGGEKIV
TVADHNVIRGYKRGGALFMCRSLPPQSQDYIELFQAHGETGVVSFTGNAGLTRFSIGNEGNDGVVTVPLGESKVVALHQT
EKWVVTGSISGSIVVRDSSDLQLVGAVPSSRRRVLAMDAYDNTVVAAMVERSMTSSVRVYDLRKLSEPVITIGGIPSDSV
SQLRRYRDSFGISADRAFVLTPCGFHILQMDQTSPVFNSNGMVGDFCTSVSISPNGMCAAIGNDKGYFIALAHPATREDY
VMSRFEQPRRPVNPVFTQSWAEKKEGDTFAFFDESVPPAELASNWPPDNYMILSVPAPTRCLSVESRTILQNRWGFLRAD
SYLPDPKDKMALNLPDPFPFNLELGDDPAAVQGLLQEMKKNQKRRYFEFRDVAAGEYAPLEPASHVCYSSHHRFDWENYN
AIPQEVVGLDNSFPECWITTLLQSLYLCHLPECPVRKVLLHHLCTREYCVACETSFIFANMMMTSASGLNPIVQVANLIR
TMYKVPATASLFEPVKSRDEAIKRMHTAQLTLLEALHRGLQDEKAYPFMDHKPPCNDFEHSIAYLFGTEFSSGGRVHLEP
QFYWDVPSSALKVNEGLQHLLKQIESYRDQVQIKRLPPIIVLRLNPEGGTLKPPRCLHISREAQEDSNYVLCSNIIHLSD
DADDPGSFVSHQRILDDRFSLVNDYRVTAPMEEEELEESMPAFHSHRAVVAYYALDKLTAPPYSLHDGNRPPNMFEVLGP
LLVNDVLAKPLQRDPSAQRFKSPLASFYEIKPNDLIAIDAEYVVLSWNSRCIDAGMEVKLSHKTHMALARLSCVLSSAPG
DERTIVDDYVHTPEVIEDYVTQYSGIHPGDLDPLKSTKCLTSRKATYLKLRALVDRGVIFVGHGLYQDFRVCNIAVPPEQ
IIDTLMMFHKPGGRYLSLRFLAYHVLGERVQEDEHDSVEDARTSLRLYRKYQQLVSEGTFDAVLDKLLATGAETSWYVPE
GRDAFGASPALFASIPGSLLFPESPSTLVPAEAAKDDEFPSAS                                     
>Lmaj_XP_001684614                                                              
MSLSSQGSTPWKFRGDATASVGAITAVEFDPDVELLWVCDAFGTLMSFSLQSQGQGEAPAWVNYSSFSVSSRPVTNIFFL
NMGGERMVTVADREVIRGYKRGGVLMMCLPQPTAVQNYIDLFQANNSTGAMFYTGNAGLTRLILNHQETDQLTVPMEATV
VALKQCDRWVATGSASGAVYVRSASDLSVVGQVSPSRNRVMALEVFDNTVMAAYSERSATSFVKVFDVRKMSEAVSTIQD
IPSGNVTQMRRYQDGFGLSSDRAFLLSPAGFHIIQLDQEKPVFSSSPLSEGSCTAVAVSPSNMCAAIGNDKGTFYALAHP
ATRDDYVMSTFVQPVRPKHPVYHHSWEEPNIADGFDDSVDLGTLASNWPEEDYMILTVPQKLRCVNYESHSIVPNEWGLM
RADSCLPDPKDKLSSILPNPYPFNTQLGDDPACAQEALLELRKDMKRKHKSSRGGGGEYSPMEDSLQVCYSVQHKLDWRS
YNEIAQRVIGIDNSFPECWITPLLQSLYLCQPPEFPIRKVILRHICKREFCMTCEIAFIFANMLTTSASVVGMKGEALPP
IVPVAHFIRTLRQIRAFANTDVFQRPKNRDDAVAKMHLAQRLVLETLHKDLQDQKAYPFMNYEAPPEYEGAIAALFGTEF
TSNGRVHIEPRFYWEVPGSALKVDEGLQHLLKQLEGYKDQVQIKQLPPIIVLLLNPEHSNLKPPTSLKISRAGKEDYNYV
LNSNIVHLADDVEDTGNFVSQQRIKDDSFSLVNDYRVTAPMKMQELERLVPALRSYSAVVTFYALDNLTTPPYARLDDSR
TPNLWHLLGPLLINDVLSRPLLRDPAKQAFRSPLSSYTEIRPGDLIAIDAEYVVLKWASRDEGNEMFYVSQRKPHMGLAR
VSCILSSKDGDERTIVDDYVHIPEEIEDYVTQYSGIHPGDLDPLESSKSLTSLKSTYLKLRALVDGGVVFVGHGLAQDFR
VCNIVVPRKQIIDTLEIFHKPGSRYLSLRFLAYHVLGESVQEDEHDSIEDARTSLRLYRKYQQLKSEGTFEGVLDHLLAK
GAETSWYVPDTKSLFRDTPQTPPVSVMGSPVLEKMAKAVQEDDEKDVNTFDMAAAAAVAAATDGDEDDEDGDDDAPTASE
VLEAVRKSMER                                                                     
                                                                                
                                                                                
*******UFC1***********                                                          
>Hsap_ENSP00000356982                                                           
MADEATRRVVSEIPVLKTNAGPRDRELWVQRLKEEYQSLIRYVENNKNADNDWFRLESNKEGTRWFGKCWYIHDLLKYEF
DIEFDIPITYPTTAPEIAVPELDGKTAKMYRGGKICLTDHFKPLWARNVPKFGLAHLMALGLGPWLAVEIPDLIQKGVIQ
HKEKCNQ                                                                         
>Cint_ENSCINP00000016412                                                        
MVDAATKKTLSNIPLLTIKCGPRDKEEWVKRLKEEYLSLITYVKNNKENDNDWFRLESNKDGTKWFGKCWFIKDLKKYEF
EIEFDIPITYPTTAPEIALPQLDGKTAKMYRGGKICLTDHFKPLWARNVPKFGIAHAMALGLGPWLAVEIPDLIDKGLVK
HSDEK                                                                           
>Skow_XP_002730662                                                              
MVDSATKKTLGSIPLLKTKAGPRDKDLWPQRLKEEYQALIKYVENNKAADNDWFRLESSKDGTRWFGKCWHIQELLKYEF



EIEFDIPVTYPATAPEIAIPELDGKTAKMYRGGKICLTDHFKPLWAKNVPKFGISHAMALGLGPWLAVEIPDLIVRGVVQ
HKDEKPIGD                                                                       
>Dmel_FBpp0086402                                                               
MVDDSTRKTLSNIPLLQIRAGPREKDVWVQRLKEEYQALIKYVENNKQSGSDWFRLESNKEGTKWFGKCWYMHNLLKYEF
DVEFDIPVTYPTTAPEIALPELDGKTAKMYRGGKICLTDHFKPLWARNVPKFGIAHAMALGLAPWLAVEIPDLIEKGIIT
YKEK                                                                            
>Cele_C40H1_6_1                                                                 
MDDATKSSLKAIPLCKTKASPRDGDLWIERLKEEYEAIIAAVQNNKDCDRDWFQLESNERGTKWFGKCWYFHNMVKYEFD
VEFDIPITYPVTAPEIALPELDGKTAKMYRGGKICLSEHFKPLWARNTPKFGIAHAFALGLGPWMAVEIPDLIEKGLIQP
KA                                                                              
>Ctel_181742                                                                    
MVDAATKKTLAKIPLLKTKAGPRDGDLWVQRLKEEYQSLIAYVQNNKEADNDWFRLESNEAGTRWFGKCWYFDNLLKYEF
DVEFDIPITYPTTAIEIALPELDGKTAKMYRGGKICLTDHFKPLWARNVPKFGLSHAMALGLGPWLAVEIPDLISKGIIS
HKDEKATKPSE*                                                                    
>Lgig_213091                                                                    
MVDEATKKSLAQIPLLKTKAGPRDGELWVTRLKEEYQALIKYVQNNKDSDNDWFRLESNKEGTRWFGKCWYVHELLKYEF
DLEFDIPITYPTTAPELALPELDGKTAKMYRGGKICLTDHFKPLWARNVPKFGIAHALSLGLGPWLAVEVPDLIQKQIIT
HKSEQAEK*                                                                       
>Nvec_XP_001627310                                                              
MVDEATKKTLAAIPLLKTKAGPRDGKDWVDRLKEEYTSLIKYVSNNKEADNDWFRLESNKEGTRWFGKCWYIHNLLKYEF
DVEFDIPITYPTTAPEIALPELDGKTAKMYRGGKICMTDHFKPLWGRNVPRFGIAHAMALGLGPWLAVEIPDLIEKGLIK
HKDKSESSR                                                                       
>Nvec_XP_001620997                                                              
MVDEATKKTLAAIPLLKTKAGPRDGKDWVDRLKEEYTSLIKYVSNNKEADNDWFRLESNKEGTRKPLTIIVNYYELILCV
FFSPKIPITYPTTAPEIALPELDGKTAKMYRYVYW                                             
>Adig_19637v101942                                                              
MVDEATKKTVASIPMLKTKAGPRDSDAWVQRLKEEYTSLIKYVSNNKEADNDWFRLESNKEGTRWFGKCWHIHNLLKYEF
DIEFDIPITYPTTAPEIAIPELDGKTAKMYRGGKICLTDHFKPLWARNVPKFGIAHAMALGLGPWLAVEIPDLINKGLVH
YKEKTASE*                                                                       
>Tadh_XP_002112185                                                              
MVDEATKRTLAAIPLLKTRAGPRDKDQWVGRLKEELVSLIKYVENNKKQDNDWFRLESNKEGTRWFGKCWYVHNLLKYEF
DVEFDIPVTYPGTAPEIALPELDGKTAKMYRGGKICLTDHFKPLWARNVPKFGIAHAMALGLGPWLAVEIPDLVEKGIIV
HKEKTSSE                                                                        
>Mlei_ML018033a                                                                 
MVDAATKKTLAAIPLLKTKAGPRDKEEWPMRLKEEVTSLIKYIQNNKEADNDWLRIQSNKEGTRWFGKCWYIQDYKKYEF
ELEFDIPVTYPSTAPEIAIPELDGKTAKMYRGGKICLTEHFKPLWSRNAPKFGVAHALALGLGPWMAVEVPELIKRGVVV
HKDDQPSGE                                                                       
>Ocar_g3311_t1                                                                  
MVDSTTKKTLAAIPLLKTNAGPRDKENWVSRLKEEYTALIQYVSNNKQQDNDWFRLESNKQGTRWFGKCWYIYNLLKYEF
DVEFDMPVTYPATAPEIAIPELDGKTAKMYRGGKICLTDHFKPLWARNVPKFGIAHAMALGLGPWLAVEIPDLVDKGIIV
YKEKKKEEST                                                                      
>Aque_XP_003387571                                                              
MVDEATKKTLAAIPLLSIRAGPRDGDKWVERLKEEYVSLIKYISNNKEAGTDWFRLESNKEGTRWFGKCWHVQDLRTYEF
ELEFDIPVTYPATGPEIAIPELDGKTAKMYRGGKICLTDHFKPLWARNVPKFGIAHAIALGLGPWVAVEIPDLIQKGFVK
HKDETNSEQ                                                                       
>Mbre_XP_001743133                                                              
MVDAHTRKTLAAIPLLRVNAGPRSGDLWRARHKEELMSLITYVKNNKENDNDWFRLESNPEGTRWFGKCWIVVDMLKYEF
DLEFDIPVAYPSTAPEIAIPELDGKTAKMYRGGKICLTDHFKPLWARNVPHFGIAHAMALGLGPWLAVEIPDLVSKGIVK
HKETSS                                                                          
>Sros_PTSG_09590                                                                
MVDAATKKTLASIPLMRVKAGPRSGDAWRARLKEEYVALIKYVKTNKDNDNDWFRLESNKEGTRWFGKCWTVVDLMKYEF
DIEFDIPVTYPTTAPEIALPELDGKTAKMYRGGRICLTDHFKPLWARNVPHFGIAHAMALGLAPWLAVEIPDLVRKGIIH
HKEKQGATTDKDDEKKEE*                                                             
>Cowc_CAOG_06327                                                                
MVDDATKSTLAKIPLLKTRAGPRDGDAWILRLKEEYAALIKYVQNNKEADNDWFRLESNKDGTRWFGKCWFVHDLLKYEF
DVEFDIPVTYPETAPELALPELDGKTAKMYREGKICLTDHFKPLWARNVPRFGIAHALALGLGPWLAVEIPDLVEKKLIV
YNEPKASSSAASGSGQ*                                                               
>Mvib_comp8431_c0_seq1_fr6                                                      
TFYQ*VSSL*LL*YVFSCPTFPTPVRNLV*SRCAAMVDSETRSTLAKIPLLKVNAGPRDGDKWKERLKEEYLSLIAYVKN
NKVSDNDWFKIESNPEGTRWFGKVWYMHEMLKYEFDIEFDIPVTYPATSPELALPELEGKTAKMYRGGKICLTDHFKPLW
AKNAPKFGIAHALALGMGPWLAVEIPDLLEKKLIKHVDEK*TLCVSVACVRRYMCVYVCIAVYNGGCFGWGR        
>Contig32206_Pirum_gemmata_fr4                                                  



AKMYRGGKICLTDHFKPLWARNVPKFGLAYLIAL                                              
>Apar_comp118854_c0_seq1_fr5                                                    
GTFSVNTMAEAELRKTVADIPICYTRVGPRDKEFVKRLKEEYEALIKYVQNNKEAGRDWFRVESNAQGTRWFGKCWHIHN
MLKYEFEMEFELPVTYPETAPEIKIPELDGKTAKMYRGGAICLTEHFKPLWARNVPKFGIAHALALGLGPWLAVEVPDMI
EKGVLSHVDDKPSQ*QLLSPPTLLPVLSFPRTCFHLCELSFLCLCVCVHVRVFVIWLGPPPAAPPRP             
>Contig4044_Corallo_2_fr4                                                       
RTTNALFATMWM*HTERSMDANKKQEVKEIPLLKTKAGPSDAQDWVTRLKEEYGALIKYIELNKARNNDWFNITSTEDGL
NWSGKCWVYYNHQKYMVEFNFEIPALYPTVPPEIKVESLDGLTAKMYRGGAICLSDHFKPLWSRNIPRFGIAQAVALGLG
PWIAVELPLLADKNLIQPTTEE                                                          
>Ttra_AMSG_03971                                                                
MAAVDVTDTGAARVGDDDLNNLDEARAVKAQIPSLGVMAGPRDGEEWIARLKEEYAALIAYAGNNKANATDWFKIEANKS
GTRWFGTCWYVHNLIRYEFELVVTVPVTFPKTSVAILLPELENKTPKMYRGGAICLTEHFHPLWARNVPHFGIAHALALG
LAPWLAAEVPHLVAQGSIEPAAAASSGDGAAGSAVGNGAAYEYEYESDE*                              
>Ddis_XP_001134517                                                              
MDNHTKQTVQQIPLLTVKAGPRDGDKWIDRLKEEYQALIKYVEINKKADNDWFNIESNPLGTRWQGKCWYIYNFKKYEFD
LEFDMPVTYPETAPEIAIPELDGKTEKMYRGGKICLTIHFKPLWSRNVPHFGIAHALALGLAPWLAAEVPHLVDNGIIKH
KEDK                                                                            
>Ppal_EFA78232_1                                                                
MDDGTKQTVAKIPLLTTRAGPRDGDKWVERLKEEYMALIRYVEINKQSDNDWFTIESNPLGTRWQGKCWYIYNFKKYEFD
LEFDMPITYPETAPEVAIPELEGKTEKMYRGGKICLTVHFKPLWARNVPHFGIAHALALGLAPWLAAEVPHLVDNNMIKH
KEDK                                                                            
>Acas_g13030                                                                    
MDEGTKSTVQKIPLLSVKAGPTEADQWIKRLKEEYTALIKYVQINKEADNDWFTLEAANKMGTRWKGKCWYIHNYLKYSF
DLQFEIPVGYPQTPIELQLPELEGKTPKMYRGGKICLTIHFKPLWARNVPHFGIAHALALGLGPWLAAEIPDLASKGLIE
PETK                                                                            
>Atha_AT1G27530                                                                 
MEGWDPNTKSTLTRIPLLTTKAGPRDGAAWTQRLKEEYKSLIAYTQMNKSNDNDWFRISASNPEGTRWTGKCWYVHNLLK
YEFDLQFDIPITYPATAPELELPEIDGKTQKMYRGGKICLTVHFKPLWAKNCPRFGIAHALCLGLAPWLAAEIPILVDSG
AIKHKDDAATSAES*                                                                 
>Mgut_mgv1a020350m                                                              
RRTSLSRAHENLRPVNPIGGVEFPGLVMDTWDPTTKSTLTQIPLLSVKAGPRDGGAWTQRLKEEYKALITYTSMNKSKDN
DWFRISAANPEGTRWTGKCWYVHNLLKYEFDLQFDIPVTYPATAPEIELPQLDGKTQKMYRGGKICLTVHFKPLWAKNCP
RFGIAHALCLGLAPWLAAEIPILVDSGMVKHKDDAASSAESS*                                     
>Acoe_008_00097                                                                 
METWDPNTKSTLTQIPLLTTKAGPRDGAAWMQRLKEEYKALIAYTGMNKSNDNDWFRISAANPEGTRWTGKCWYVHNLLK
YEFDLQFDIPVTYPSTAPEIELPELDGKTHKMYRGGKICLTVHFKPLWAKNCPRFGIAHALCLGLAPWLAAEVPILVDSG
MIKHKDNATSSSESMETWDPNTKSTLTQIPLLTTKAGPRDGAAWMQRLKEEYKALIAYTGMNKSNDNDWFRISAANPEGT
RWTGKCWYVHNLLKYEFDLQFDIPVTYPSTAPEIELPELDGKTHKPQVWYCPCSLFGSCTMACSRGTYSC          
>Bdis_5g03220                                                                   
MEGWDKGTKSVVGEIPLLSTRAGPRDGDAWRQRLKEEYRALIAYTSVNKSKDNDWFRISAANPEGTRWEGTCWYVHNLRR
YEFPLQFDIPVAYPQVAPEIELPTLDGKTHKMYRGGKICLTVHFKPLWAKNCPRFGLAHALCLGLAPWLAAEVPILVDSG
MVKHKDDESAPADVASGSAAVAS*                                                        
>Sbic_01g040860                                                                 
MEGWDKGTKSTVGEIPLLSTRAGPRDGEAWRQRLKEEYRALIAYTSVNKAKDNDWFRIAAANPEGTRWEGTCWYVHNLRR
YEFPLQFDIPVAYPQVAPEIELPTLDGKTHKMYRGGKICLTVHFKPLWAKNCPRFGIAHALCLGLAPWLAAEVPILVDSG
MVKHKDDEAAPSEASASAPPS*                                                          
>Osat_LOC_Os10g13800                                                            
MEGWDKGTKSVVGEIPLLSTRAGPRDGEAWRQRLKEEYRALIAYTSVNKSKDNDWFRISAANPEGTRWEGTCWYVHNLRR
YEFPLQFDIPVAYPQVAPEIELPTLDGKTHKMYRGGKICLTVHFKPLWAKNCPRFGIAHALCLGLAPWLAAEVPILVDSG
MVKHKDDEAAPADAAAAASGSAAAS*                                                      
>Php_XP_001778663                                                               
MDGWDTTTTSTVQKIPLLSTRAGPRDGEKWTQRRKEEFMALIKYMEMNKERDNDWFRISPNQDGTKWKGKCWYIHNLLKY
EFDLQFEIPVTYPMTAPELELPELDGKTAKMYRGGKICLTIHFKPLWSKNCPRFGIAHALCLGLGPWLAAEIPHLVDTGV
IQHKEKEVTAASS                                                                   
>Crei_XP_001694973                                                              
MADAWDNKTKDTVKKIPFLTEKAGPRDKEKWQARLKQELHALITYIKMNKESDTDWFTIQPNADGTHWSGKCWYVHELIK
YEFDFQFDIPATYPDTAPEIEIPELDGKTVKMYRGGKICLTIHFKPLWSKNSPHFGVAHALCLGLAPWLAAEVPFLVESG
AIKAKV                                                                          
>Vcar_XP_002954338                                                              
MAESWDPKTRETVKKIPFLTETSGPRDKQKWQDRLKQELHALITYIKMNKESDMDWFTIQPSADGTHWKGKCWYVHELIK
YEFDFQFDIPATYPDTAPEIEIPELDGKTAKMYRGGKICLTIHFKPLWSKNSPHFGVAHALCLGLAPWLAAEVPFMAESG
VIKPKV                                                                          



>Cvar_EFN59335                                                                  
MGDQSWDPTTRATVQKIPLLTVKAGPREKEEWQKRLKEELQALIKYIEISKAADLDWFTIRPSNKEGTHWSGKCWYIHDL
IRYEFDFQFDIPATYPATAPEIELPELEGKTAKMYRGGKICLTIHFKPLWAKNSPHFGVAHALCLGLAPWLAAEVPYLVE
SGAVQPKS                                                                        
>Mpus_Micpu206709                                                               
MESWDSSTLSTVKKIPLLTHKAGPRDGDAWVARLKEEYTALIGYVQSNKANDNDWFTVSSNKEGTKWSGKCWYVHELVRY
EFALQFEVPVTYPATPFEIELPELDGKTAKMYRGGKVCLTIHFKPLWAKNAPHFGIAHALCLGLAPWLAAEVPALVERGV
IEEFAK*                                                                         
>Cpar_29132Contig6908                                                           
MDEQTKQTVQKIPLLTVRAGPRDGESYKERLKEEYKALITYIENNKKSDNDWTGKCWYIYNLIKYEFDFQFDIPIAYPAT
APEIEIPELEGMTAKMYGGKICLTIHFQPLWARNVPHFGIAHALALGLSPWLAAERDIDVPPATTNWETMGDAVDYGQPP
PVEPDEAAIRDFQILEEHRKSCERQGKYVEAEIAKNRLQELRSEENRRREAMRSRQIAERLGVEEAHMLEFQQFNQMWDK
KMMEYEIKAQELEQAMRDRHAAEYAEFIEQLQMKPEHSPKFSKELLNLRRIQEVLAKQKEYADAHKVKLKADNLEAWELE
KLRNQRDQKIANLISKFQSKQMMEMQALHKRVQTGREEQKKQRQLDLELLQRYQNVKAELEAQHNIERIREDKYQASWMS
STLSQAPTSRGGKSPKQQQAPQQQETDDPAAALDAMLAQMSVARDSRTIGGEGLYGDQYDEDLG*               
>Ngad_01401                                                                     
MDGGPGGKAGRAEAPASEPMPPVWASTDHAPHVLEEIPMLHTRAGPRDGNQWISRVKEEMQAVIALVRINKEKDNDWFQI
NPVNKLCTRWEGKCWTYHQGVRFEFTIHFDVPASYPATCPDLIIPHLDGKTAKIYRGGRICLDLHFQPLWARNVPKFGIA
HALALGLGPWLSLEIPSLVSAGLLPVTGTTAR                                                
>Pinf_XP_002904777                                                              
MDAPIDENTKRTVQKIPLLTTRAGPRDGESWTKRLKEEYLALIQYVKMNKEADNDWFTIESNKSGTRWTGKCWSFHNGLR
YEFDLEFEIPATYPVANLELCIPELEGKTSKMYRGGKICLTIHFAPLWQKNVPRFGVAHALALGLAPWLAAEVPDLVERG
VITPV                                                                           
>Tgon_XP_002371120                                                              
MSAHGVEEIPVCSVSAGPRSPEWKERLKEEYISLIAYISQNKRSDKEWFKIESNPEGTAWKGRCWYIHEMVKYEFQLLFD
IPPTYPLTPIELRLPELDGKTSKMYRGGRICLDVHFAPLWQKNAPKYGIAHALALGLGPWLAAEVPYLVEEGTIVGV   
>Ptet_A0D1E6_A0D1E6                                                             
MQAQPTQPSITTSAGPRDPQWVDRLKEEYTALINYIKNNKSEDNDWVKLEPANKECTNWKGKCWVVHNLIRYEFDFQFEI
PPTYPLAPIEIEIPSLDGLTPKMYRGGKICIDIHFAPLWQKNAPKFGIVHALQLALAPWLAAEIPVLIEEGKIKKD    
>Ptet_A0DET8_A0DET8                                                             
MQTQSQQTNITISAGPRDAQWIDRLKEEYAALINYIKNNKSEDNDWVKLEPANKECTNWKGKCWVVHNLIRYEFDFQFEI
PPTYPLAPIEIEIPSLDGLTPKMYRGGKICIDIHFAPLWQKNAPKFGIVHALQLALAPWLAAEIPVLIEEGKIKKD    
>Tthe_XP_001030211                                                              
MEGIKSIVEKIPLCKVNAGPRDEKWLDRVKEEYLILIKYIELNKQQDNDWIKIASDKEGKVWKGKCWYIHNLVRYDFDLE
FEIPATYPASPIELCLPELDGKTHKMYRGGKICLDIHFAPLWAKNSPKFGIAHALALGVISKYSNIFINLKKLFNINIQL
GPWLAAEIPVLIDQGVIKKN                                                            
>Bnat_92494                                                                     
MLSNKTKATVKKIPLLKVRAGPRDKEAWGNRLKEELKAMITYVNNNKENDNDWFFITPNADGTQWSGKCWVYHEMQKYEF
QFNFEIPITYPVTPFEIVLPELDGKTVKMYRGGKICLSAHFKPLWSKNVPRFGVAHALALGLAPWLAAEVPNLVDAKLIL
PKTEQKSVKT*                                                                     
>Ehux_356452                                                                    
VDNTTKETVQKLPLMSARVTLRNFPRCRCKPARATATRRVHGADRVPKGEQGGWKRVVHHRVQQDWHPMDWQGALHRAAP
GGARVWTFHEHKKYEFDLEFDLPVAYPSTPPELALPELDGKTEKMYRGGKICLDVHFAPLWSKNTPRFGIAHAMALGMAP
WLAVEIPSLVSLGRIKEKEGEGS*                                                        
>Gthe_74934                                                                     
TKKTLSSLPLLTVNAGPRDGDKWKDRLKEEYTALIKYIQIGKENDSDWFQIESNKEGTVWTGKVWYIYEMKKYEFDLKFD
IPVSYPATAPELMLPELDGKTAKMYRGGKICLTVHFNPLWQRNVPKFGIAHAMALGMGPWLAAEIPDLVQASFLSPMELN
DLLTGIQGADPTCSRQEVEGWQGESVDVLVSF*                                               
>Ngru_XP_002677930                                                              
MDNSTKETLQKIPLLKEKVGPRDADQWEKRLKEEYAALIQYVKMTKENDSAWFSIQSNKSGTKWFGKCWFVHNLLKYEFK
VEFEIPVTYPTTAPEFKIPELIGKTAKMYHDGRVCQTLHFHPLWARNVPHFGIAHALALGLGPWLASEVPDLVSKNLIQA
KDTSTEESTTPTTQQ                                                                 
>Tcru_XP_813819                                                                 
MEPAVKESVSRIPLLKTKAGPRDNEKWTQRLKEEYMSLIKYVENNKASDNHWFQLESNEAGTRWYGTCWAYYKNEKYEFK
VNFDLAVTYPQAPPEIALPELEGKTVKMYRGGKICMTTHFFPLWARNVPYFGISHALALGLGPWLSVEVPAMVEEGILKP
TNKK                                                                            
>Lmaj_XP_001682041                                                              
MEPSVKESVSRIPLLKTKAGPRDGDKWTARLKEEYASLITYVEHNKASDSHWFHLESNPQGTRWYGTCWTYYKNEKYEFE
MNFDIPVTYPQAPPEIALPELEGKTVKMYRGGKICMTTHFFPLWARNVPYFGISHVLALGLGPWLSIEVPAIVEEGYLKP
ASAATVPTTGE                                                                     
                                                                                
                                                                                



*******UQ_con***********                                                        
>Hsap_ENSP00000215574                                                           
MARPLVPSSQKALLLELKGLQEEPVEGFRVTLVDEGDLYNWEVAIFGPPNTYYEGGYFKARLKFPIDYPYSPPAFRFLTK
MWHPNIYETGDVCISILHPPVDDPQSGELPSERWNPTQNVRTILLSVISLLNEPNTFSPANVDASVMYRKWKESKGKDRE
YTDIIRKQVLGTKVDAERDGVKVPTTLAEYCVKTKAPAPDEGSDLFYDDYYEDGEVEEEADSCFGDDEDDSGTEES    
>Hsap_ENSP00000222402                                                           
MALKRIQKELTDLQRDPPAQCSAGPVGDDLFHWQATIMGPNDSPYQGGVFFLTIHFPTDYPFKPPKVAFTTKIYHPNINS
NGSICLDILRSQWSPALTVSKVLLSICSLLCDPNPDDPLVPEIAHTYKADREKYNRLAREWTQKYAM             
>Hsap_ENSP00000253023                                                           
MIKLFSLKQQKKEEESAGGTKGSSKKASAAQLRIQKDINELNLPKTCDISFSDPDDLLNFKLVICPDEGFYKSGKFVFSF
KVGQGYPHDPPKVKCETMVYHPNIDLEGNVCLNILREDWKPVLTINSIIYGLQYLFLEPNPEDPLNKEAAEVLQNNRRLF
EQNVQRSMRGGYIGSTYFERCLK                                                         
>Hsap_ENSP00000261427                                                           
MANIAVQRIKREFKEVLKSEETSKNQIKVDLVDENFTELRGEIAGPPDTPYEGGRYQLEIKIPETYPFNPPKVRFITKIW
HPNISSVTGAICLDILKDQWAAAMTLRTVLLSLQALLAAAEPDDPQDAVVANQYKQNPEMFKQTARLWAHVYAGAPVSSP
EYTKKIENLCAMGFDRNAVIVALSSKSWDVETATELLLSN                                        
>Hsap_ENSP00000263228                                                           
MAQQQMTSSQKALMLELKSLQEEPVEGFRITLVDESDLYNWEVAIFGPPNTLYEGGYFKAHIKFPIDYPYSPPTFRFLTK
MWHPNIYENGDVCISILHPPVDDPQSGELPSERWNPTQNVRTILLSVISLLNEPNTFSPANVDASVMFRKWRDSKGKDKE
YAEIIRKQVSATKAEAEKDGVKVPTTLAEYCIKTKVPSNDNSSDLLYDDLYDDDIDDEDEEEEDADCYDDDDSGNEES  
>Hsap_ENSP00000264552                                                           
MNSNVENLPPHIIRLVYKEVTTLTADPPDGIKVFPNEEDLTDLQVTIEGPEGTPYAGGLFRMKLLLGKDFPASPPKGYFL
TKIFHPNVGANGEICVNVLKRDWTAELGIRHVLLTIKCLLIHPNPESALNEEAGRLLLENYEEYAARARLLTEIHGGAGG
PSGRAEAGRALASGTEASSTDPGAPGGPGGAEGPMAKKHAGERDKKLAAKKKTDKKRALRRL                  
>Hsap_ENSP00000265339                                                           
MSTPARRRLMRDFKRLQEDPPVGVSGAPSENNIMQWNAVIFGPEGTPFEDGTFKLVIEFSEEYPNKPPTVRFLSKMFHPN
VYADGSICLDILQNRWSPTYDVSSILTSIQSLLDEPNPNSPANSQAAQLYQENKREYEKRVSAIVEQSWNDS        
>Hsap_ENSP00000267938                                                           
MSVSGLKAELKFLASIFDKNHERFRIVSWKLDELHCQFLVPQQGSPHSLPPPLTLHCNITESYPSSSPIWFVDSEDPNLT
SVLERLEDTKNNNLLRQQLKWLICELCSLYNLPKHLDVEMLDQPLPTGQNGTTEEVTSEEEEEEEEMAEDIEDLDHYEMK
EEEPISGKKSEDEGIEKENLAILEKIRKTQRQDHLNGAVSGSVQASDRLMKELRDIYRSQSYKTGIYSVELINDSLYDWH
VKLQKVDPDSPLHSDLQILKEKEGIEYILLNFSFKDNFPFDPPFVRVVLPVLSGGYVLGGGALCMELLTKQGWSSAYSIE
SVIMQINATLVKGKARVQFGANKNQYNLARAQQSYNSIVQIHEKNGWYTPPKEDG                         
>Hsap_ENSP00000272930                                                           
MLTLASKLKRDDGLKGSRTAATASDSTRRVSVRDKLLVKEVAELEANLPCTCKVHFPDPNKLHCFQLTVTPDEGYYQGGK
FQFETEVPDAYNMVPPKVKCLTKIWHPNITETGEICLSLLREHSIDGTGWAPTRTLKDVVWGLNSLFTDLLNFDDPLNIE
AAEHHLRDKEDFRNKVDDYIKRYAR                                                       
>Hsap_ENSP00000287156                                                           
MMASMRVVKELEDLQKKPPPYLRNLSSDDANVLVWHALLLPDQPPYHLKAFNLRISFPPEYPFKPPMIKFTTKIYHPNVD
ENGQICLPIISSENWKPCTKTCQVLEALNVLVNRPNIREPLRMDLADLLTQNPELFRKNAEEFTLRFGVDRPS       
>Hsap_ENSP00000292211                                                           
MQQPQPQGQQQPGPGQQLGGQGAAPGAGGGPGGGPGPGPCLRRELKLLESIFHRGHERFRIASACLDELSCEFLLAGAGG
AGAGAAPGPHLPPRGSVPGDPVRIHCNITESYPAVPPIWSVESDDPNLAAVLERLVDIKKGNTLLLQHLKRIISDLCKLY
NLPQHPDVEMLDQPLPAEQCTQEDVSSEDEDEEMPEDTEDLDHYEMKEEEPAEGKKSEDDGIGKENLAILEKIKKNQRQD
YLNGAVSGSVQATDRLMKELRDIYRSQSFKGGNYAVELVNDSLYDWNVKLLKVDQDSALHNDLQILKEKEGADFILLNFS
FKDNFPFDPPFVRVVSPVLSGGYVLGGGAICMELLTKQGWSSAYSIESVIMQISATLVKGKARVQFGANKSQYSLTRAQQ
SYKSLVQIHEKNGWYTPPKEDG                                                          
>Hsap_ENSP00000300245                                                           
MNPFWSMSTSSVRKRSEGEEKTLTGDVKTSPPRTAPKKQLPSIPKNALPITKPTSPAPAAQSTNGTHASYGPFYLEYSLL
AEFTLVVKQKLPGVYVQPSYRSALMWFGVIFIRHGLYQDGVFKFTVYIPDNYPDGDCPRLVFDIPVFHPLVDPTSGELDV
KRAFAKWRRNHNHIWQVLMYARRVFYKIDTASPLNPEAAVLYEKDIQLFKSKVVDSVKVCTARLFDQPKIEDPYAISFSP
WNPSVHDEAREKMLTQKKPEEQHNKSVHVAGLSWVKPGSVQPFSKEEKTVAT                            
>Hsap_ENSP00000303709                                                           
MSDDDSRASTSSSSSSSSNQQTEKETNTPKKKESKVSMSKNSKLLSTSAKRIQKELADITLDPPPNCSAGPKGDNIYEWR
STILGPPGSVYEGGVFFLDITFTPEYPFKPPKVTFRTRIYHCNINSQGVICLDILKDNWSPALTISKVLLSICSLLTDCN
PADPLVGSIATQYMTNRAEHDRMARQWTKRYAT                                               
>Hsap_ENSP00000316176                                                           
MAGLPRRIIKETQRLLAEPVPGIKAEPDESNARYFHVVIAGPQDSPFEGGTFKLELFLPEEYPMAAPKVRFMTKIYHPNV
DKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAEQWKTNEAQAIETARAWTRLYAMNNI        
>Hsap_ENSP00000323687                                                           
MADPAAPTPAAPAPAQAPAPAPEAVPAPAAAPVPAPAPASDSASGPSSDSGPEAGSQRLLFSHDLVSGRYRGSVHFGLVR
LIHGEDSDSEGEEEGRGSSGCSEAGGAGHEEGRASPLRRGYVRVQWYPEGVKQHVKETKLKLEDRSVVPRDVVRHMRSTD



SQCGTVIDVNIDCAVKLIGTNCIIYPVNSKDLQHIWPFMYGDYIAYDCWLGKVYDLKNQIILKLSNGARCSMNTEDGAKL
YDVCPHVSDSGLFFDDSYGFYPGQVLIGPAKIFSSVQWLSGVKPVLSTKSKFRVVVEEVQVVELKVTWITKSFCPGGTDS
VSPPPSVITQENLGRVKRLGCFDHAQRQLGERCLYVFPAKVEPAKIAWECPEKNCAQGEGSMAKKVKRLLKKQVVRIMSC
SPDTQCSRDHSMEDPDKKGESKTKSEAESASPEETPDGSASPVEMQDEGAEEPHEAGEQLPPFLLKEGRDDRLHSAEQDA
DDEAADDTDDTSSVTSSASSTTSSQSGSGTSRKKSIPLSIKNLKRKHKRKKNKITRDFKPGDRVAVEVVTTMTSADVMWQ
DGSVECNIRSNDLFPVHHLDNNEFCPGDFVVDKRVQSCPDPAVYGVVQSGDHIGRTCMVKWFKLRPSGDDVELIGEEEDV
SVYDIADHPDFRFRTTDIVIRIGNTEDGAPHKEDEPSVGQVARVDVSSKVEVVWADNSKTIILPQHLYNIESEIEESDYD
SVEGSTSGASSDEWEDDSDSWETDNGLVEDEHPKIEEPPIPPLEQPVAPEDKGVVISEEAATAAVQGAVAMAAPMAGLME
KAGKDGPPKSFRELKEAIKILESLKNMTVEQLLTGSPTSPTVEPEKPTREKKFLDDIKKLQENLKKTLDNVAIVEEEKME
AVPDVERKEDKPEGQSPVKAEWPSETPVLCQQCGGKPGVTFTSAKGEVFSVLEFAPSNHSFKKIEFQPPEAKKFFSTVRK
EMALLATSLPEGIMVKTFEDRMDLFSALIKGPTRTPYEDGLYLFDIQLPNIYPAVPPHFCYLSQCSGRLNPNLYDNGKVC
VSLLGTWIGKGTERWTSKSSLLQVLISIQGLILVNEPYYNEAGFDSDRGLQEGYENSRCYNEMALIRVVQSMTQLVRRPP
EVFEQEIRQHFSTGGWRLVNRIESWLETHALLEKAQALPNGVPKASSSPEPPAVAELSDSGQQEPEDGGPAPGEASQGSD
SEGGAQGLASASRDHTDQTSETAPDASVPPSVKPKKRRKSYRSFLPEKSGYPDIGFPLFPLSKGFIKSIRGVLTQFRAAL
LEAGMPECTEDK                                                                    
>Hsap_ENSP00000338348                                                           
MAGTALKRLMAEYKQLTLNPPEGIVAGPMNEENFFEWEALIMGPEDTCFEFGVFPAILSFPLDYPLSPPKMRFTCEMFHP
NIYPDGRVCISILHAPGDDPMGYESSAERWSPVQSVEKILLSVVSMLAEPNDESGANVDASKMWRDDREQFYKIAKQIVQ
KSLGL                                                                           
>Hsap_ENSP00000340305                                                           
MPGEVQASYLKSQSKLSDEGRLEPRKFHCKGVKVPRNFRLLEELEEGQKGVGDGTVSWGLEDDEDMTLTRWTGMIIGPPR
TIYENRIYSLKIECGPKYPEAPPFVRFVTKINMNGVNSSNGVVDPRAISVLAKWQNSYSIKVVLQELRRLMMSKENMKLP
QPPEGQCYSN                                                                      
>Hsap_ENSP00000344166                                                           
MAGAENWPGQQLELDEDEASCCRWGAQHAGARELAALYSPGKRLQEWCSVILCFSLIAHNLVHLLLLARWEDTPLVILGV
VAGALIADFLSGLVHWGADTWGSVELPIVGKAFIRPFREHHIDPTAITRHDFIETNGDNCLVTLLPLLNMAYKFRTHSPE
ALEQLYPWECFVFCLIIFGTFTNQIHKWSHTYFGLPRWVTLLQDWHVILPRKHHRIHHVSPHETYFCITTGVKVPRNFRL
LEELEEGQKGVGDGTVSWGLEDDEDMTLTRWTGMIIGPPRTIYENRIYSLKIECGPKYPEAPPFVRFVTKINMNGVNSSN
GVVDPRAISVLAKWQNSYSIKVVLQELRRLMMSKENMKLPQPPEGQCYSN                              
>Hsap_ENSP00000347836                                                           
MSSPSPGKRRMDTDVVKLIESKHEVTILGGLNEFVVKFYGPQGTPYEGGVWKVRVDLPDKYPFKSPSIGFMNKIFHPNID
EASGTVCLDVINQTWTALYDLTNIFESFLPQLLAYPNPIDPLNGDAAAMYLHRPEEYKQKIKEYIQKYATEEALKEQEEG
TGDSSSESSMSDFSEDEAQDMEL                                                         
>Hsap_ENSP00000348838                                                           
MASQNRDPAATSVAAARKGAEPSGGAARGPVGKRLQQELMTLMMSGDKGISAFPESDNLFKWVGTIHGAAGTVYEDLRYK
LSLEFPSGYPYNAPTVKFLTPCYHPNVDTQGNICLDILKEKWSALYDVRTILLSIQSLLGEPNIDSPLNTHAAELWKNPT
AFKKYLQETYSKQVTSQEP                                                             
>Hsap_ENSP00000349722                                                           
MLSNRKCLSKELSDLARDPPAQCSAGPVGDDMFHWQATIMGPNDSPYQGGVFFLTIHFPTDYPFKPPKVAFTTRIYHPNI
NSNGSICLDILRSQWSPALTISKVLLSICSLLCDPNPDDPLVPEIARIYKTDRDKYNRISREWTQKYAM           
>Hsap_ENSP00000354201                                                           
MAESPTEEAATAGAGAAGPGASSVAGVVGVSGSGGGFGPPFLPDVWAAAAAAGGAGGPGSGLAPLPGLPPSAAAHGAALL
SHWDPTLSSDWDGERTAPQCLLRIKRDIMSIYKEPPPGMFVVPDTVDMTKIHALITGPFDTPYEGGFFLFVFRCPPDYPI
HPPRVKLMTTGNNTVRFNPNFYRNGKVCLSILGTWTGPAWSPAQSISSVLISIQSLMTENPYHNEPGFEQERHPGDSKNY
NECIRHETIRVAVCDMMEGKCPCPEPLRGVMEKSFLEYYDFYEVACKDRLHLQGQTMQDPFGEKRGHFDYQSLLMRLGLI
RQKVLERLHNENAEMDSDSSSSGTETDLHGSLRV                                              
>Hsap_ENSP00000354684                                                           
METRYNLKSPAVKRLMKEAAELKDPTDHYHAQPLEDNLFEWHFTVRGPPDSDFDGGVYHGRIVLPPEYPMKPPSIILLTA
NGRFEVGKKICLSISGHHPETWQPSWSIRTALLAIIGFMPTKGEGAIGSLDYTPEERRALAKKSQDFCCEGCGSAMKDVL
LPLKSGSDSSQADQEAKELARQISFKAEVNSSGKTISESDLNHSFSLTDLQDDIPTTFQGATASTSYGLQNSSAASFHQP
TQPVAKNTSMSPRQRRAQQQSQRRLSTSPDVIQGHQPRDNHTDHGGSAVLIVILTLALAALIFRRIYLANEYIFDFEL  
>Hsap_ENSP00000356243                                                           
MQRASRLKRELHMLATEPPPGITCWQDKDQMDDLRAQILGGANTPYEKGVFKLEVIIPERYPFEPPQIRFLTPIYHPNID
SAGRICLDVLKLPPKGAWRPSLNIATVLTSIQLLMSEPNPDDPLMADISSEFKYNKPAFLKNARQWTEKHARQKQKADEE
EMLDNLPEAGDSRVHNSTQKRKASQLVGIEKKFHPDV                                           
>Hsap_ENSP00000359525                                                           
MAELPHRIIKETQRLLAEPVPGIKAEPDESNARYFHVVIAGESKDSPFEGGTFKRELLLAEEYPMAAPKVRFMTKIYHPN
VDKLERISLDILKDKWSPALQIRTVLLSIQALLNAPNPDDPLANDVVEQWKTNEAQAIETARAWTRLYAMNSI       
>Hsap_ENSP00000360117                                                           
MHGRAYLLLHRDFCDLKENNYKGITAKPVSEDMMEWEVEIEGLQNSVWQGLVFQLTIHFTSEYNYAPPVVKFITIPFHPN
VDPHTGQPCIDFLDNPEKWNTNYTLSSILLALQVMLSNPVLENPVNLEAARILVKDESLYRTILRLFNRPLQMKDDSQEL
PKDPRKCIRPIKTTSFSDYYQTWSRIATSKATEYYRTPLLKVPNFIGQYYKWKKMDLQHQKEWNLKYSVIKCWLARKRMP



HEVTHSMEEIKLCPTLIPTTDEIFLESPTAINSITDIYETEEEGWKSDTSLYENDTDEPREEEVEDLISWTNTLNTNTSE
D                                                                               
>Hsap_ENSP00000360613                                                           
MSTPARRRLMRDFKRLQEDPPAGVSGAPSENNIMVWNAVIFGPEGTPFEDGTFKLTIEFTEEYPNKPPTVRFVSKMFHPN
VYADGSICLDILQNRWSPTYDVSSILTSIQSLLDEPNPNSPANSQAAQLYQENKREYEKRVSAIVEQSWRDC        
>Hsap_ENSP00000363019                                                           
MALKRIQKELSDLQRDPPAHCSAGPVGDDLFHWQATIMGPPDSAYQGGVFFLTVHFPTDYPFKPPKIAFTTKIYHPNINS
NGSICLDILRSQWSPALTVSKVLLSICSLLCDPNPDDPLVPDIAQIYKSDKEKYNRHAREWTQKYAM             
>Hsap_ENSP00000376215                                                           
MSSDRQRSDDESPSTSSGSSDADQRDPAAPEPEEQEERKPSATQQKKNTKLSSKTTAKLSTSAKRIQKELAEITLDPPPN
CSAGPKGDNIYEWRSTILGPPGSVYEGGVFFLDITFSSDYPFKPPKVTFRTRIYHCNINSQGVICLDILKDNWSPALTIS
KVLLSICSLLTDCNPADPLVGSIATQYLTNRAEHDRIARQWTKRYAT                                 
>Hsap_ENSP00000379931                                                           
MSTEAQRVDDSPSTSGGSSDGDQRESVQQEPEREQVQPKKKEGKISSKTAAKLSTSAKRIQKELAEITLDPPPNCSAGPK
GDNIYEWRSTILGPPGSVYEGGVFFLDITFSPDYPFKPPKVTFRTRIYHCNINSQGVICLDILKDNWSPALTISKVLLSI
CSLLTDCNPADPLVGSIATQYMTNRAEHDRMARQWTKRYAT                                       
>Hsap_ENSP00000380178                                                           
MTELQSALLLRRQLAELNKNPVEGFSAGLIDDNDLYRWEVLIIGPPDTLYEGGVFKAHLTFPKDYPLRPPKMKFITEIWH
PNVDKNGDVCISILHEPGEDKYGYEKPEERWLPIHTVETIMISVISMLADPNGDSPANVDAAKEWREDRNGEFKRKVARC
VRKSQETAFE                                                                      
>Hsap_ENSP00000381717                                                           
MALKRIHKELNDLARDPPAQCSAGPVGDDMFHWQATIMGPNDSPYQGGVFFLTIHFPTDYPFKPPKVAFTTRIYHPNINS
NGSICLDILRSQWSPALTISKVLLSICSLLCDPNPDDPLVPEIARIYKTDREKYNRIAREWTQKYAM             
>Hsap_ENSP00000382713                                                           
MKELQDIARLSDRFISVELVDESLFDWNVKLHQVDKDSVLWQDMKETNTEFILLNLTFPDNFPFSPPFMRVLSPRLENGY
VLDGGAICMELLTPRGWSSAYTVEAVMRQFAASLVKGQGRICRKAGKSKKSFSRKEAEATFKSLVKTHEKYGWVTPPVSD
G                                                                               
>Hsap_ENSP00000383719                                                           
MSSTSSKRAPTTATQRLKQDYLRIKKDPVPYICAEPLPSNILEWFKRFSWLSLLSSWDYRHYVVRGPEMTPYEGGYYHGK
LIFPREFPFKPPSIYMITPNGRFKCNTRLCLSITDFHPDTWNPAWSVSTILTGLLSFMVEKGPTLGSIETSDFTKRQLAV
QSLAFNLKDKVFCELFPEVVEEIKQKQKAQDELSSRPQTLPLPDVVPDGETHLVQNGIQLLNGHAPGAVPNLAGLQQANR
HHGLLGGALANLFVIVGFAAFAYTVKYVLRSIAQE                                             
>Hsap_ENSP00000384361                                                           
MSGIALSRLAQERKAWRKDHPFGFVAVPTKNPDGTMNLMNWECAIPGKKGTPWEGGLFKLRMLFKDDYPSSPPKCKFEPP
LFHPNVYPSGTVCLSILEEDKDWRPAITIKQILLGIQELLNEPNIQDPAQAEAYTIYWLVAALAPLVAAPPRPSQGRLAG
REWRTQAHPTDSQGPRLCGEGRGA                                                        
>Hsap_ENSP00000393596                                                           
MVTGGGAAPPGTVTEPLPSVIVLSAGRKMAAAAAAASGPGCSSAAGAGAAGVSEWLVLRDGCMHCDADGLHSLSYHPALN
AILAVTSRGTIKVIDGTSGATLQASALSAKPGGQVKCQYISAVDKVIFVDDYAVGCRKDLNGILLLDTALQTPVSKQDDV
VQLELPVTEAQQLLSACLEKVDISSTEGYDLFITQLKDGLKNTSHETAANHKVAKWATVTFHLPHHVLKSIASAIVNELK
KINQNVAALPVASSVMDRLSYLLPSARPELGVGPGRSVDRSLMYSEANRRETFTSWPHVGYRWAQPDPMAQAGFYHQPAS
SGDDRAMCFTCSVCLVCWEPTDEPWSEHERHSPNCPFVKGEHTQNVPLSVTLATSPAQFPCTDGTDRISCFGSGSCPHFL
AAATKRGKICIWDVSKLMKVHLKFEINAYDPAIVQQLILSGDPSSGVDSRRPTLAWLEDSSSCSDIPKLEGDSDDLLEDS
DSEEHSRSDSVTGHTSQKEAMEVSLDITALSILQQPEKLQWEIVANVLEDTVKDLEELGANPCLTNSKSEKTKEKHQEQH
NIPFPCLLAGGLLTYKSPATSPISSNSHRSLDGLSRTQGESISEQGSTDNESCTNSELNSPLVRRTLPVLLLYSIKESDE
KAGKIFSQMNNIMSKSLHDDGFTVPQIIEMELDSQEQLLLQDPPVTYIQQFADAAANLTSPDSEKWNSVFPKPGTLVQCL
RLPKFAEEENLCIDSITPCADGIHLLVGLRTCPVESLSAINQVEALNNLNKLNSALCNRRKGELESNLAVVNGANISVIQ
HESPADVQTPLIIQPEQRNVSGGYLVLYKMNYATRIVTLEEEPIKIQHIKDPQDTITSLILLPPDILDNREDDCEEPIED
MQLTSKNGFEREKTSDISTLGHLVITTQGGYVKILDLSNFEILAKVEPPKKEGTEEQDTFVSVIYCSGTDRLCACTKGGE
LHFLQIGGTCDDIDEADILVDGSLSKGIEPSSEGSKPLSNPSSPGISGVDLLVDQPFTLEILTSLVELTRFETLTPRFSA
TVPPCWVEVQQEQQQRRHPQHLHQQHHGDAAQHTRTWKLQTDSNSWDEHVFELVLPKACMVGHVDFKFVLNSNITNIPQI
QVTLLKNKAPGLGKVNALNIEVEQNGKPSLVDLNEEMQHMDVEESQCLRLCPFLEDHKEDILCGPVWLASGLDLSGHAGM
LTLTSPKLVKGMAGGKYRSFLIHVKAVNERGTEEICNGGMRPVVRLPSLKHQSNKGYSLASLLAKVAAGKEKSSNVKNEN
TSGTRKSENLRGCDLLQEVSVTIRRFKKTSISKERVQRCAMLQFSEFHEKLVNTLCRKTDDGQITEHAQSLVLDTLCWLA
GVHSNGPGSSKEGNENLLSKTRKFLSDIVRVCFFEAGRSIAHKCARFLALCISNGKCDPCQPAFGPVLLKALLDNMSFLP
AATTGGSVYWYFVLLNYVKDEDLAGCSTACASLLTAVSRQLQDRLTPMEALLQTRYGLYSSPFDPVLFDLEMSGSSCKNV
YNSSIGVQSDEIDLSDVLSGNGKVSSCTAAEGSFTSLTGLLEVEPLHFTCVSTSDGTRIERDDAMSSFGVTPAVGGLSSG
TVGEASTALSSAAQVALQSLSHAMASAEQQLQVLQEKQQQLLKLQQQKAKLEAKLHQTTAAAAAAASAVGPVHNSVPSNP
VAAPGFFIHPSDVIPPTPKTTPLFMTPPLTPPNEAVSVVINAELAQLFPGSVIDPPAVNLAAHNKNSNKSRMNPLGSGLA
LAISHASHFLQPPPHQSIIIERMHSGARRFVTLDFGRPILLTDVLIPTCGDLASLSIDIWTLGEEVDGRRLVVATDISTH
SLILHDLIPPPVCRFMKITVIGRYGSTNARAKIPLGFYYGHTYILPWESELKLMHDPLKGEGESANQPEIDQHLAMMVAL
QEDIQCRYNLACHRLETLLQSIDLPPLNSANNAQYFLRKPDKAVEEDSRVFSAYQDCIQLQLQLNLAHNAVQRLKVALGA



SRKMLSETSNPEDLIQTSSTEQLRTIIRYLLDTLLSLLHASNGHSVPAVLQSTFHAQACEELFKHLCISGTPKIRLHTGL
LLVQLCGGERWWGQFLSNVLQELYNSEQLLIFPQDRVFMLLSCIGQRSLSNSGVLESLLNLLDNLLSPLQPQLPMHRRTE
GVLDIPMISWVVMLVSRLLDYVATVEDEAAAAKKPLNGNQWSFINNNLHTQSLNRSSKGSSSLDRLYSRKIRKQLVHHKQ
QLNLLKAKQKALVEQMEKEKIQSNKGSSYKLLVEQAKLKQATSKHFKDLIRLRRTAEWSRSNLDTEVTTAKESPEIEPLP
FTLAHERCISVVQKLVLFLLSMDFTCHADLLLFVCKVLARIANATRPTIHLCEIVNEPQLERLLLLLVGTDFNRGDISWG
GAWAQYSLTCMLQDILAGELLAPVAAEAMEEGTVGDDVGATAGDSDDSLQQSSVQLLETIDEPLTHDITGAPPLSSLEKD
KEIDLELLQDLMEVDIDPLDIDLEKDPLAAKVFKPISSTWYDYWGADYGTYNYNPYIGGLGIPVAKPPANTEKNGSQTVS
VSVSQALDARLEVGLEQQAELMLKMMSTLEADSILQALTNTSPTLSQSPTGTDDSLLGGLQAANQTSQLIIQLSSVPMLN
VCFNKLFSMLQVHHVQLESLLQLWLTLSLNSSSTGNKENGADIFLYNANRIPVISLNQASITSFLTVLAWYPNTLLRTWC
LVLHSLTLMTNMQLNSGSSSAIGTQESTAHLLVSDPNLIHVLVKFLSGTSPHGTNQHSPQVGPTATQAMQEFLTRLQVHL
SSTCPQIFSEFLLKLIHILSTERGAFQTGQGPLDAQVKLLEFTLEQNFEVVSVSTISAVIESVTFLVHHYITCSDKVMSR
SGSDSSVGARACFGGLFANLIRPGDAKAVCGEMTRDQLMFDLLKLVNILVQLPLSGNREYSARVSVTTNTTDSVSDEEKV
SGGKDGNGSSTSVQGSPAYVADLVLANQQIMSQILSALGLCNSSAMAMIIGASGLHLTKHENFHGGLDAISVGDGLFTIL
TTLSKKASTVHMMLQPILTYMACGYMGRQGSLATCQLSEPLLWFILRVLDTSDALKAFHDMGGVQLICNNMVTSTRAIVN
TARSMVSTIMKFLDSGPNKAVDSTLKTRILASEPDNAEGIHNFAPLGTITSSSPTAQPAEVLLQATPPHRRARSAAWSYI
FLPEEAWCDLTIHLPAAVLLKEIHIQPHLASLATCPSSVSVEVSADGVNMLPLSTPVVTSGLTYIKIQLVKAEVASAVCL
RLHRPRDASTLGLSQIKLLGLTAFGTTSSATVNNPFLPSEDQVSKTSIGWLRLLHHCLTHISDLEGMMASAAAPTANLLQ
TCAALLMSPYCGMHSPNIEVVLVKIGLQSTRIGLKLIDILLRNCAASGSDPTDLNSPLLFGRLNGLSSDSTIDILYQLGT
TQDPGTKDRIQALLKWVSDSARVAAMKRSGRMNYMCPNSSTVEYGLLMPSPSHLHCVAAILWHSYELLVEYDLPALLDQE
LFELLFNWSMSLPCNMVLKKAVDSLLCSMCHVHPNYFSLLMGWMGITPPPVQCHHRLSMTDDSKKQDLSSSLTDDSKNAQ
APLALTESHLATLASSSQSPEAIKQLLDSGLPSLLVRSLASFCFSHISSSESIAQSIDISQDKLRRHHVPQQCNKMPITA
DLVAPILRFLTEVGNSHIMKDWLGGSEVNPLWTALLFLLCHSGSTSGSHNLGAQQTSARSASLSSAATTGLTTQQRTAIE
NATVAFFLQCISCHPNNQKLMAQVLCELFQTSPQRGNLPTSGNISGFIRRLFLQLMLEDEKVTMFLQSPCPLYKGRINAT
SHVIQHPMYGAGHKFRTLHLPVSTTLSDVLDRVSDTPSITAKLISEQKDDKEKKNHEEKEKVKAENGFQDNYSVVVASGL
KSQSKRAVSATPPRPPSRRGRTIPDKIGSTSGAEAANKIITVPVFHLFHKLLAGQPLPAEMTLAQLLTLLYDRKLPQGYR
SIDLTVKLGSRVITDPSLSKTDSYKRLHPEKDHGDLLASCPEDEALTPGDECMDGILDESLLETCPIQSPLQVFAGMGGL
ALIAERLPMLYPEVIQQVSAPVVTSTTQEKPKDSDQFEWVTIEQSGELVYEAPETVAAEPPPIKSAVQTMSPIPAHSLAA
FGLFLRLPGYAEVLLKERKHAQCLLRLVLGVTDDGEGSHILQSPSANVLPTLPFHVLRSLFSTTPLTTDDGVLLRRMALE
IGALHLILVCLSALSHHSPRVPNSSVNQTEPQVSSSHNPTSTEEQQLYWAKGTGFGTGSTASGWDVEQALTKQRLEEEHV
TCLLQVLASYINPVSSAVNGEAQSSHETRGQNSNALPSVLLELLSQSCLIPAMSSYLRNDSVLDMARHVPLYRALLELLR
AIASCAAMVPLLLPLSTENGEEEEEQSECQTSVGTLLAKMKTCVDTYTNRLRSKRENVKTGVKPDASDQEPEGLTLLVPD
IQKTAEIVYAATTSLRQANQEKKLGEYSKKAAMKPKPLSVLKSLEEKYVAVMKKLQFDTFEMVSEDEDGKLGFKVNYHYM
SQVKNANDANSAARARRLAQEAVTLSTSLPLSSSSSVFVRCDEERLDIMKVLITGPADTPYANGCFEFDVYFPQDYPSSP
PLVNLETTGGHSVRFNPNLYNDGKVCLSILNTWHGRPEEKWNPQTSSFLQVLVSVQSLILVAEPYFNEPGYERSRGTPSG
TQSSREYDGNIRQATVKWAMLEQIRNPSPCFKEVIHKHFYLKRVEIMAQCEEWIADIQQYSSDKRVGRTMSHHAAALKRH
TAQLREELLKLPCPEGLDPDTDDAPEVCRATTGAEETLMHDQVKPSSSKELPSDFQL                       
>Hsap_ENSP00000397453                                                           
MASMQTTGRRVEVWFPKRLQKELLALQNDPPPGMTLNEKSVQNSITQWIVDMEGAPGTLYEGEKFQLLFKFSSRYPFDSP
QVMFTGENIPVHPHVYSNGHICLSILTEDWSPALSVQSVCLSIISMLSSCKEKRRPPDNSFYVRTCNKNPKKTKWWYHDD
TC                                                                              
>Hsap_ENSP00000400906                                                           
MQVAAGTRGDTRLQEVALLPQLFDLLVLGQRRARLLRQVPSALAGKDLAQLQAGATLAGYRRAHGPEELEEIRKCGMKNF
RNIQVDEANLLTWQGLIVPDNPPYDKGAFRIEINFPAEYPFKPPKITFKTKIYHPNIDEKGQVCLPVISAENWKPATKTD
QVIQSLIALVNDPQPEHPLRADLAEEYSKDRKKFCKNAEEFTKKYGEKRPVD                            
>Hsap_ENSP00000430491                                                           
XLQEKMAVSTGVKVPRNFRLLEELEEGQKGVGDGTVSWGLEDDEDMTLTRWTGMIIGPPRTNYENRIYSLKVECGPKYPE
APPSVRFVTKINMNGINNSSGMSLTLSPRLEYNCAILAHCNLCLPASSDSPASTSRVAGITGTCHHAQLIFVFL      
>Cint_ENSCINP00000002047                                                        
MIFERARGVVPRNFVLLEELDEGIQGGGGGKVSWGLENQCDSSLTYWRGTIIGPAKVCYCFQTKFENRIYTLRVTCGEDY
PKKPPSIRFLTRINLTQVSSAGEVSCLDKSFLVNWKKEKRIKHVLTEIRNFMCEKNNAKLSQPPEGS             
>Cint_ENSCINP00000003891                                                        
MITLSKKLKESQEKGKGQTNATSSTKTTSSRIRDHLLVKELSDIGSYNNSTCQIKFPDPNILHHFTGLSLIDQNYRPGFM
AFRLIVPPVVKCTTSVWHPNISLKGEVCLSILREHSLDGSGWAPTRSVKDLIWGLGSLFT                    
>Cint_ENSCINP00000004770                                                        
MSSIAATRVQRELKDINSECSGQNIRIELMNDQFEHLKGEIIGPPGTPYQGGKFKLSIHIPETYPFNPPKVKFETKIWHP
NISSVTGAICLDILKDQWAAALTLRTVLLSLQALLSAAEPDDPQDAVVAKQYKDNNSLFYKTAKFWAQIYAEAPGPTDTD
CMDKLKKVTEMGFYRDPSLRALSSNSWNLADALDNIG                                           
>Cint_ENSCINP00000005658                                                        
MSAHFVQKRIQKEILTMRKSPPPGIRLCEDSLRSAPEFMVELTGATGTLYSEQIFKLLFKFGERYPFESPQVTFVGNCIP
VHPHVYSNGHICLSILTEDWSPALSTEAVCLSVISMLSSCTEKKLPPDNAFYIRTCSKNPKDTKWWFHDDQV        
>Cint_ENSCINP00000006560                                                        
SSVPNLPRRIVKETQRLLSEPVPGITAAPVEDNLRYFKVLMKGPKDSPFEGGNFKLELFLPEEYPMAAPKVRFITKIYHP



NVDKIGRICLDILKDKWSPALQMRTVLLSIQALLSAPNPDDPLNNEVANLWKENEAEAISRAKEWTRIHAMEQ       
>Cint_ENSCINP00000007951                                                        
MALKRINRELQDLNREPSSQYTAGPVGDDLFHWQASIMGPDTSPFQGGVFFLNVHFPTDYPFKPPKISFTTKIYHPNING
NGSICLDILRSQWSPALTLSKVLLSISSLLCDPNPDDPLVPDIARMYKTDIKKYKQIATEWTQKHAK             
>Cint_ENSCINP00000009617                                                        
MAATRRLTKEIADIGKGKGSAYRLINWDNILTWKVLLVPECVPYNKGAFHIEINFPAEYPFKPPKITFKTKIYHPNIDEK
GQICLPIISPENWKPATKASQVLNALLVLITSPEPEHPLRGDLAEEFTKDRSKFNKTAEDYTKKHAEKRPTD        
>Cint_ENSCINP00000011633                                                        
MDLFTILIEGPASTPYENGLFVFHAQLPWDYPSNPPNIRYISFSPRLNPNLYEDGKVCISLLGTWSGKGNEKWTDDSNLL
QVLVSIQGLILNSEPYYNEAGYEGHRGTAEGKKNSRCYNEMVLLRLVQHMTMFVTTKHPTFTEFSLDYCRKHLPLLVRRV
RSLLDWAKQSYKESDRVTEKKKFNATEDINDNEVLGENDCVTATINSAQEEKLKKILDYPLLPLSKGVVIILQQELSKLI
RAATRAGLFKE                                                                     
>Cint_ENSCINP00000011677                                                        
MPNTIRRFARLIVKRLRRVTSSTSSPPVGRAVGDSNHEQQDIQDGVETENFNVAEIQNHASFDDVNAKSPSSSCVHLKLE
ECSSAEDSSENEKEDAIRESEEEEAAEDLDTMRSLRIEDALNESRKMQDALETRPKTVNGRRLMKEFRFLRKASEDSEGA
FEVFPYSEDGEGNDLSEWDIRYYKFDESSHLWRSMQDHGIDCVRFRISFPADFPFSPPFVRLVSPYIENGFVMNGGAICL
EVLTAQGWSSAYTVEALLVQVAAALAHGGAVVSKHQKRKQHKLTKKRAEAEFQRIVKIHSKYGWVKLDKEEG        
>Cint_ENSCINP00000011980                                                        
IHCIMSKRSKVPITATQRLKQDYMRLKKDPIPYITAEPLPSNILEWHYLVTGPDDTPYTGGFYHGKLVFPREFPFRPPAI
YMITPSGRFKCNTRLCLSISDFHPDTWNPAWSVGTILTGLLSFMVEETPTLGSVESSDFTKRNLAVCSRLFNIQNKTFCE
LFPAITEKIRSSIEEKSSSNHTQSTTEQNTSEVTNPANVNNRQNHDDGNRGFANIFILIGVAAFGFLVNTILKTL     
>Cint_ENSCINP00000014090                                                        
SKVWLSKSPRGLSSSAKRLQKELADITLDPPPNCSAGPKGDNLYEWVSTILGPPGSVYEGGIFFLDIHFTQEYPFKPPKV
TFRTRIYHCNINSQGVICLDVLKDNWSPALTVSKVLLSVCSLLSDCNPADPLVANIATQYFTNREEHDRISRQWTQKYAT
>Cint_ENSCINP00000014258                                                        
KHNLKSGSSDTSKSEREKKLKLDREKRPREIALASKVWLSKSPRGLSSSAKRLQKELADITLDPPPNCSAGPKGDNLYEW
MSTFLRPPGSVYEGGFFLDIHFTQEYPFKPPKVTFRTRIYHCNINSQRVICLDVLKDNWSPALTVSKVLLSVCSLLSDCN
PADPLVANIATQYFTNHEEHDRISRQWTQKYAT                                               
>Cint_ENSCINP00000015354                                                        
MVGSALKRLMAEYKQLSLNPPEGIVAGPINEENFFEWEALILGPEDTPFEGGVFRTTLNFPTDYPMSPPKMKFTSDMFHP
NIYPDGRVCISILHSPGDDPMGYETSAERWSPVQSIEKILLSVMSMLAEPNPESGANVDASKMWRDDQEQFVKRAEKLVR
KSLDLPENL                                                                       
>Cint_ENSCINP00000015490                                                        
IKKMIKLFSLKQQKKDEVAVGGSHAGKSKPTAAQLRLTKDLNELQLPKTCKTEFPDPNNLLKFKLIINPDEGYYVGGEFT
FSFTVGLSYPHEAPKVKCETRVYHPNIDLEGNVCLNILREDWKPVLTINSVIYGIQYLFLEPNPEDPLNKEAAEVLSTNK
RQFSQNVVRSMRGGYVGSVYFERCL                                                       
>Cint_ENSCINP00000015709                                                        
MQQSYNLRSPAVKRLMREAQELAAPTYEYSAKPLDDNLFEWHFTFRGPKDSDFDGGLYHGRIILPPEYPMKPPSIMLLNA
NGRFELNKKICLSISGYHPESWQPSWSIRTAILAIIGFMPTKGEGAIGALDYTAEERKVLARRSKSYSCTACGCIKDLLP
SEAEGIACTTSDAENRDKELAKQITFGKPKTEKKEDASKSEETLNATPVDPAITPQENNVNTTSENSENPSVENDVSHAQ
EDGVRKRSTMTTPPPPTTAPLPRLQTNQSSDSSTMLIVLLAIAIALLFLRRIDRMYNLSSMVTDYL              
>Cint_ENSCINP00000016841                                                        
MTNMPLPMASSAKALAKELMNLQEEPVEGFKITLVEENNLYDWQVAIFGPPGTLYQGGYFKAHIRFPGDYPYSPPSFRFL
SHIWHPNVYENGEVCISILHAPIDDPQAGELPQERWNPTQNVRTILMSVISLLNEPNTFSPANVDASIMFRDWRERKSTK
YEDYVKQQVRDSQREAERDGVVVPTTVEEYCVKTTVSHDSDSALNVEEFYDEDMEFCGDDDEDAPDVDTD          
>Cint_ENSCINP00000017508                                                        
MATMSSSASKILQSEFKKLQQQPVEGFKIALEDDSDIFKWKVGLYGPPETLYAGGYFRAIIKFPQDYPYSPPTFKFITKM
FHSNIYENGEVCISILHSPVNDPQSGELPSERWNPTQTVRTILLSVISLLNEPNTYSPANVDASVMYRRWKNSKGCDKEY
EDIIRKQVQDSRKDAEREGVVVPMTVSEYCIKTRLPSKDSTASNDITDIFFDDDDGDDDYGMNEDYEYDDDDDNEDYGDD
DSGAHDEN                                                                        
>Cint_ENSCINP00000017699                                                        
MTQSVAQLKAELKHVSLLFPRSHETFQVVHSSADELCCHFITGPSIKHIINCTISEAYPTARPMWYSESEDKIVMKVLED
LSEHDFDSLTPLPKMIGFLVSNLCKGFNMNLPRQLLDLDKKPEPVEMDLQSVSSSDEDDDDDDDDVLQEDVAAETAKAEK
ENSDISTENLAILDKIRQTQRKDYIDGRISGSVQASDRLLKELKAIYRSESFKQGCYNVELVNDSLYEWHVQILKVDPDS
HLHADLKELKANGGQASIIMGVSFRDNFPFDPPFVRVVCPVLTGGFVLGGGAICMELLTKQGWSSAYSIESLIMQIMATL
VKGKARIQFGASSSTYSLSRAQQSFQRLVQIHEKNGWFTPPPQDG                                   
>Cint_ENSCINP00000017801                                                        
VMAQSQGALLLRRQLNDLQKKPVEGFSAGLVDDENLFVWEIIVIGPVDTVYEGGFFKAHLSFPQEYPQRPPKLKFISEMW
HPNVGKDGLVCISILHEPGEDKFGYERAEERWLPIHTVESIMRSVISMLCDPNAGSPANVDAAKQYRENFPAFKKEVTRL
VRLTQEAL                                                                        
>Cint_ENSCINP00000018235                                                        
MASQNTNPHVGVISSTKEKSANQTTKKDSNSVKKRLHQELMGLMMSAETGVSAFPDGDNLFNWVGTIEGPEGTVYHGLTY



RLSFEFTSSYPYDPPTVKFSTPCFHPNVDEFGNICLDILKEKWSALYEIRTILLSIQSLLGEPNNDSPLNVQAADMWATQ
TTYKKHLLSHYEKNAKGTL                                                             
>Cint_ENSCINP00000019401                                                        
MALHGNQENLSPHIVRQVYKEFTSLKNEPVEGIQVTINEDDVSEIHAVIEGPQGTPFAGGIFKMKLCLTRDFPASPPKGF
FLTKIFHPNVSSSGEICVNTLKQDWNSKMGIRNVLLTIKCLLIHPNPESALNEEAGRLLLEHYADYEERAKLMTEIHALP
SGSRAQRTEEKPSTSGLGHRHMESGGNGPASKKHAAEKLNEKKRKEKKRGLKRL                          
>Cint_ENSCINP00000022006                                                        
KMSGAIKRLRLEYKNFQEKPDRGIHIQPKNDNFLDWVAVIEGPKGTPYEGGSFTINIEVPPSYPFNPPKLRFKTPVYHPN
ISRDGRICMDLLKTNWSPALTLSSLLISLVSLMSAPNPDDPLVFTIADTYKNDRELFDLTAMHWTRAYAND         
>Cint_ENSCINP00000023792                                                        
ASCAMALRRIKKELKDLEKDGPCNCTAAPAGEGLDLFQWEATIMGPVDSPYEGGAFYLKIHFPIDYPFKPPKVVFTTKIY
HPNINSTGNICLDILRSQWSPALNVSKVLLSISSLLCDPNPGHPLVPEIAKLYVDNREKYLQNAIEWTRKYAK       
>Cint_ENSCINP00000025715                                                        
MALKRINKELADISRDPPAQCSAGPVGDDLFQWQATIMGPSDSPYQGGVFFLSIHFPTDYPFKPPKVAFSTKIYHPNINS
NGSICLDILRSQWSPALTVAKVLKLTNMVYLTVDIIFVIVLLSISSLLSDPNPDDPLVPEIAKLYKTDRAKYCKTAQEWT
RRYCV                                                                           
>Cint_ENSCINP00000027442                                                        
MAQSQGALLLRRQLNDLQKKPVEGFSAGLVNDENLFVWEIIVIGPVDTVYEGGFFKAHLSFPQEYPQRPPKLKFISEMWH
PNVGKDGLVCISILHEPGEDK                                                           
>Skow_XP_002741673                                                              
MPRNFRLMDELEEGQKGGGDGTISWGLEDDDDMTMSRWTGMIIGPPRCVFENRIFSLKLECGCRYPDEPPVCRFISKINM
SGVNSNTGLIDRKSYPVLSRWQRHFSIKTVLLEVRRAMTLKENMKLQQPPEGSTF                         
>Skow_XP_002740048                                                              
MLVAAANAGIFQQSHGIEDSQTCRTDKNMVRIPEEYKPAFWGCEFVCSCHVNMFHWQATIMGPPDSPYHGGVFFLAVHFP
TDYPFKPPKVSFTTRIYHPNINSNGSICLDILRSQWSPALTTSKVLLSICALLCDPNPDDPLVPDIARLYKTDRQQYNRT
AREWAQKYAM                                                                      
>Skow_XP_002740047                                                              
MALKRIKKELQDLGRDPPAQCSAGPVGDDLFHWQATIMGPPDSAYQSGVFFLTIHFPTDYPFKPPKWSPALTISKVLLSI
CSLLCDPNPDDPLVPEIARIYKTDRAKYNNLAKEWTQKYAM                                       
>Skow_XP_002740046                                                              
MALKRIKKELQDLGRDPPAQCSAGPVGDDLFHWQATIMGPPDSAYQSGVFFLTIHFPTDYPFKPPKVSFTTRIYHPNINS
NGSICLDILRSQWSPALTISKVLLSICSLLCDPNPDDPLVPEIARIYKTDRAKYNNLAKEWTQKYAM             
>Skow_XP_002739667                                                              
MPFYLSMRDAILRLRERCHSTSTGDVILRLWEMRFYVSMGDAILRLYGRCASTSLRDAILSLLMTLETFINNAGPKGDNM
YEWVSTILGPPGSVYEGGVFFLDIHFSPDYPFKPPKVTFRTRIYHCNINSQGVICLDILKDNWSPALTISKVLLSICSLL
SDCNPSDPLVGSIATQYLQSREDHDRIARQWTKRFAT                                           
>Skow_XP_002739305                                                              
MASQNIDPAARVTRVKEAEADGPSKKDSHSVSKRLQQELMTLMMNASKGISAFPDGDNIFRWIGTIQGAEGTVYEGLSYK
LSLDFPSNYSYSPPAVKFVTPCYHPNVDEHGNICLDILKEKWSALYDVRTILLSIQSLLAEPNNDSPLNVNAAALWENQL
AYKKHLHEKYSKDVQKKK                                                              
>Skow_XP_002739036                                                              
MACFYSLKQELKLLEAAFNEDDSRFRVVSATVDELTFKFIGSNGEEFLIHCNITLLKMTKHLVTNLCNFHNVPVPAGVNK
LDDALPSRSYSEDNDMEDEEEEEEEEEEQQEEDCLDHYEMEEEPSHLAADKKDEEIDSQNMEILERIKLNQRRDYLKGAV
SGSVQATDRLMKELRDVYRSDSYKKGVYQVDLVNDSLYDWNVKLMAYSVDPDSPLHSDLLTLKEKEGKDHILLNMTFKEN
FPYEPPFVRVVFPVLTGGYVLGGGAICMELLTKQGWSSAYTIEAVIMQISATLVKGKARIQFGASKVSAGLHLQRKTDKS
LWMDFTSLAFSVRPFQHGADMLSTVSWFLNECSADHEESIAALALDSLHALCKSEVVDIRTTWNALSRKLNKDKRKVVNR
KVCKLFSLVPVLNVETDEYEEFRDDIVTILWSYAKSYDPSISGAAYKALANFDEQEFRLDDLPENLSKEVKLRIKANRRE
YEDDRDEEEELEDLDIPGESYVKLMCQVHRDILKNFEMFLTSLVAQEIKAMPRGIHHSAMKGQNKAANQNRAVISIPSLM
EKQYEKNRLPSLKQGLAAALLLCYDPTLDVGRDGKPARRHLVSFGRSYQQMLNVLLNEVPVQPAEWLRTMLMPQTWTSFM
HGLFAAMLEGRRAELEMQQSHKHTEYSEEDLKIKQTTIWLWVRDKITDQLKSSAKGNPTTQSNSVMALAGLAVVMAKHAA
SIGQSETDAAHKLAPEHTNQSQWLAMVTDTLITVLDGNVAPKGRVFIMCQQRSSRNTMTSSLLARAGAAVALSQIAPWLV
TMDTERVYQMMDVLSAGLPGQSSADDSPVFQFHCGLGLGMLLSQLNAEHFSEVTGNEGTMATMKALDNLEKCSLDAGMEN
VNGCRLGLGLALSSMCGLGNIENRVHVTSIHSKLLAALDGLDDTQKSGTTLQMLCMSLACLTASAYSSGFVSSDVSIVVL
EKITAYCKEYPQVPGLKFALGVLCNGLSVAGHGGSNDIINKIFTEWMERISKQHGCPSLEQSAILSGLASLVSMDTTFIR
TDGELTMTPETQIRQNQLVKLLTQERFPSRQGPIDFVRYLNPVAMQTGILGKDSSPLLDRQVYLVKGAQVHCLCLQLAIC
QCQSSPSASLFLQSWLSPALFHSLQIDCQKLMFSSLHVLLKAIPILKMKTFMESVLPQPFSISTADNTALCSSILEGLLE
ALKLPDPPPGATMSLHQSVENIYTSMSNTIQNHHIPLLWLLSECLCLLPSDLMDQITSPAKKGNLLKATFVRCYICGKRK
QAITWLNPCIDATIGTEELGHHLQVIWLLGASLLQLVSYPSEQSMQWLLELMGHAKNVAYEKVTDVKVTNHRMATQFMMY
AFTTAVVVWSTKELVLSTGFTSCLRGLASSYERDAASSLSSVPSTSAPVHMFIGNEKYKELILSQMSVHLPLAICSLLSK
QPWAELTEKEFDVPRETAIPHGKGLGTLLQRRKGSNMLLFG                                       
>Skow_XP_002738991                                                              
MSGSSNVENLSPQTIRQVAKEISELSSNPPEGIKVYPNEEDITDIQATIEGPGGTPYAGGLFRVKLVLGKGFPSVPPKGF



FLTRIFHPNVASNGEICVNTLKKDWKPELGIKHVLLTIKCLLIYPNPESALNEEAGKLLLEQYEDYSLRAKMMTEIHAVP
PRTSKECKNTMDDVPSTSAASEYSCNGPMAKKHAGDKKALEKKKKDKKRTLKRL                          
>Skow_XP_002738318                                                              
MSGIGQSLWTPCLVLANHCGLTVSGIGQSLWTQCLILAPRPPSARSNVPGPAFRTTMFRRDQVQAVARRQQLKRRGSNSS
LDEEIIKAVGKTHSDTEQVATQGHASPEGSSHAVDTGSKQQKIHETEEPEVLSFERPLTEEGRSRLDAVRSVTSVTFKLD
NISQAPSRAGSAGSRVPSARTATPASSAFSLRPDPNIVLTHLKTNIYDDTEPDNDDAIYHLKRMRTKLGLVTELPHYGAS
IKEQMDGIEDRLADPLKYMMEDHVDNGEFLYALPRNRADTRGRYNRYDLQVVSPHVAKSAKGYFTLSAHGVTMKTFFFFL
FVKDGKKKEYWQKGVGYGHRNRPGWDISAYIAAQKEKDKQIESVLNSILSELRCLFQTYGAMNLNKSNSSSKTSCNSSSS
SRNSSMASTTYASNTDSSCTKCTSNNTKVTLNSTAMASSSAAGVASTSQCVFVTSACSSGYNSATASTSSSSSGSSSGNS
SGDEVVIEPVDPVADVYSILEGSSLVPFLESYLKDVSFLEICRHTSLYKVMLDTIREIAVQPKLVALLCALPHQRESVYE
LLQTLQMKAAMLLERMGKAANGSIPKAPKKDHPKEQKIETWVIHDLFGPVEHIVQTVPTDPPKSSVVEKTAEEKLARGFV
TLFELVSDAVTRHSKLAKVNNSPTGAEVVSMDITLSTDEEPLDVRYKRALKDLQFDSYSIHLSGAHSHHYTAQFDKAAKP
QPSQVFRLAQEFTSLATSLPLDLSSAIFLRTDDEKMNLMQALIAGPEGTPYSGGCFLFDIFFPNNYPKIAPQFNLQTTGN
GSVRFNPNLYNSGKVCLSLLGTWEGQGGEQWNETSTVLQALISIQSLILVPEPYFNEPGYEQEIGTESGKKHSKEYNQEV
KINNIKYAMIGQLQKPCPGFEEVINTHFYLKREKIIQEVDGWVKESPKDTKMKKQVDCLKAELGKLQIPEALKRKSSTDQ
STA                                                                             
>Skow_XP_002737282                                                              
MAGSALKRLMAEYKQLTLNPPEGIVAGPSNEENFFEWEALIVGPEGTCFEGGVFPAKITFPPDYPLSPPKMKFTSDMFHP
NIYPDGQVCISILHAPGDDPMGYESSAERWSPVQSVEKILLSVVSMLAEPNDESGANVDASKMWRDDRQQFNKMARRLVR
KSLGL                                                                           
>Skow_XP_002736606                                                              
TFKLQIEFTEEYPNKPPTVRFISKMFHPNVYADGSICLDILQNRWSPTYDVSAILTSIQSLLDEPNPNSPANSQAAQLYQ
ENRREYEKRVSAIVEQSWMDANL                                                         
>Skow_XP_002736399                                                              
EWEVAIFGPPETLYEGGYFKARMKFPQDYPYSPPTFRFTSKMWHPNVYENGDLCISILHPPIDDPQSGELPSERWNPTQN
VRTILLSVISLLNEPNTFSPANVDASVMYRKWKESKGRDREYENIIRKQVSATKADADKDGVKVPLTLQDYCIKTKIQTP
QNSTMDMADFYDDDYDLDDDDDDNEVDDDDDNIYDDDDDSGNEES                                   
>Skow_XP_002735867                                                              
MIKLFSLKQQKKDGDGSVKSSQKRASAAQLRITKDINELNLPKTCEVVFPDPDDLLNFKLIICPDEGFYRNGRFVFSFKV
GQGYPHDAPKVKCETQVYHPNIDLEGNVCLNILREDWKPVLTINSIIYGLQYLFLEPNPEDPLNKDAAEVLQSNRRLFEQ
NVMKSMRGGYVGSTYFERCLKT                                                          
>Skow_XP_002735502                                                              
MASCSPQDLDILLGVNRLKKYSEALRSLGVDVVEDINDVTEANLKTIGMTTVEINRFVRMRDSFGSATRLSMSSSYSMSA
TTTDMSSSASSIASDDLQHCEYVLHYKTFTNIIRQETRQINGLNPYAFTMSELVNLILQKEGQSCDVDAQLYDENGTPLT
YDVFFNTWTLDQRKIESGALLFAIFHSRRSEDDGIPTLDKLDHTEGADVLNVHIMMGRTYKVHVDLMQDTDEIQHIGDFE
INDIVAHVQHLSGSSALACSLANLLHQKSTCFPQKVALIEGLYFLFRRILPSPNVSLSNCVTDECVFEYSCACWAYILNG
AKGVGKNSDKTSYSLICSQTYERLMEPVTITMDNGRQFICEKSFAIQKIEDGEIIAGYSLPSAAADNLEPACEIERYLQC
WPYSFTECYVWPMPPGYKHKCSNIEAMSVEYLEKTISEFEFLKIYSPLQLKENVPVPCLTLDHKALVVIYQRRAKSLGPI
KVVVHNPLKMADEYHELDDLALSLKDHPFSEYSCTTAKHTHAKFTREPQEAIVVLLDISASMAELCLKQSMKKIEAVKHL
FHAFADRSIAYDFWHVIGLTTFCTDIVVVDECTEALNSFKEKVDQVFPRDSTAMYDAVINAVSQLNEIGETYPNCKRRIL
CLTDGYDNVSKKSIVEAATSLQRSNVCLDSVLVGGANDNLKSLTKSTGGCCFHPTSLKEALKLFEMETVLSVRARKTVTK
AKTITKQMDLYKYMAIDYDKPPGYNVPDDIRRPVSPAHVILNKVATDPPKGLSTASARVKRILREISAYNREPYAHIHIY
PCDNNIGFWRVLLVGPQNTPYEGGVFVLYVDFPDKYPLSPPQIRFLTPVSFLAIQLSFHFTTLVIICIIDYNYQKITEMN
QPCMDDYVSIFDRNYTPDTPVSTILMYVFGLLITPEPDDPLDSVLAEEYFSDKDKYYETAKQYTKNHAYRTLRQCQQFTL
FQEILGSAEREAEPLPSHLICPLTKELFVDPVVTPYGHVYERHAIEDHLSKSNYDPMAKKPLQRGQLKPKNGIFKLVTEY
RTVRVKADTWWQQ                                                                   
>Skow_XP_002735368                                                              
WLIDLEGAPGSLYEGEKYQLRFKFGSRYPFDSPEVVFMGTTIPVHPHVYSNGHICLSILTEDWSPALSVQSVCLSIVSML
SSCKEKKRPPDNTFYVRTCSKNPKKTKWWYH                                                 
>Skow_XP_002735278                                                              
MSKRTNTTATARLKQDYIRIMKDPVPYVTAAPLHSNILEWHYVVRGPEGTPYEGGYYHGKLVFPREFPFKPPSIYMITPN
GRFKCNTRLCLSISDFHPDTWNPAWSVSTILTGLLSFMVEKNPTLGSIETSDHTKRQLAAQSGSFNLKSSIFSEIFPDIA
EEVNERLRQEEEEMKRSLESRTGSPLTTSPSGAATGIGQNNVENGFVGSTIANIFVIIGFAAFAYTVKYVLKTIAQG   
>Skow_XP_002735138                                                              
MAFFNGSSVVLDDSPGDWDWIENITDGDRIAAGSRPFVRQSSGGKKQLPAVPDAEAQFNSQRMIEKRHASATMSNGATTS
YGPFFLEYSLLAEYNQLLKQRLPGVYVLPSARSALLWFGVLFIRQGLYQEGVFKFTLTIPENYPDGDCPRLVFDPPVYHP
IIDAISGELDVKRTFTKWKRNVNHIWQVLLYARRIFYKIDTKNPSNPEAAVLYEQDLDLFRDKVAQSIEYCRSHRYDPPK
TDDPHEVTFSQWDPEMHAKAKDAVFGIQRQQQSIDGSKNAQTSGLSWVQPGTMDIFSKDDTAI                 
>Skow_XP_002734931                                                              
MSVCDENEIEDEEHFLLKCKLYTNDNLFEWHFTVRGPSDTEFDGGIYHGRITFPPEYPMKPPSIMLFTPNGRFEIGKKIC
LSISGYHPETWQPSWSIRTVLLAIIGFMPTHGHGAIGSLDYTPDERKLLAKRSQEWKCKDCDITMKGVLKEPNPHSTTTQ
QENQEAQQLAAQINFKEETKKNGSTSTDSTQSAIQNQPIPPNALAAAFQQQLQMPLPSMFYMSPQFQAMLPPGMQPSNLQ



QQQQQQLQQQQRPEQENHRQITNSTETDNQQNSDVSVPNSPEGDATDIRRRRRHHIHQERRETQTVSGRQDRSRAEVHIP
NRRQQGDNTAVGAMENPRATSGSLVLIVILSIVIAILMLRRLYITYEYKFDYDL                          
>Skow_XP_002734119                                                              
MSEQQAALLLRKQLNDLNKNPVQGFSAGLIDDDDIFKWEVLIIGTQDTLYEGGFFKAHLIFPKEYPHRPPKMKFITDIWH
PNVDKNGDVCISILHEPGEDKYGYERASERWVPVHTVETILLSVISMLADPNDESPANVDAAKDWREDYHGEFKRKVQRC
VRKSQETAFD                                                                      
>Skow_XP_002733783                                                              
MITLSKKLKQDAEKKQPKYPAVDDGRRVSIRDKLLTKEVQELEMDLPDSCKVHFEDVNKLSSFMLKIVPEDGYWAGGIFH
FQIEVPEEYNMLPPKVKCKTKIWHPNIAENGDICLSLLREHSLDGTGWSPARKLKDIIWGLNSLFLDLLNFDDPLNIDAA
EHFYRDRAGFKAKVNEYVRRFAQR                                                        
>Skow_XP_002733768                                                              
MAATRRLGKELADIRASGLKSFRDIAVDESNILNWQGLIVPDNPPFNKGAFKIEIIFPAEYPFKPPKVTFKTKIYHPNID
EKGQVCLPIISPENWKPATKTDQVIQSLIALVNDPEPEHPLRADLAEEFSKDRKKFMKNAEDYTKKFGEKRPADS     
>Skow_XP_002733330                                                              
MQRATRMKREVQLLEQEPPHGISCWLKKDKIDELEAQIIGSEDTPYKGGIFKLEIQVPERYPFEPPKVRFVTPIYHPNID
NGGRICLDIIKMPPGGSWKPSLNISTVLKSIQLLMADPNPDDPLMAEISNEYKYNRPQFIQNAQQWTRQHAVIGVQASGK
SMEKNKAHKSNVTESESESDSDDSDSDVTKLLKRKSQPCNSVQPFSKLSRSETK                          
>Skow_XP_002733137                                                              
MAGLPRRIVKETQRLMQEPVPGISAVPDENNARYFHVVVAGPEESPFEGGTFKLELFLPEEYPMSAPKVRFMTKIYHPNI
DKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAEQWKVNEAQAIETARAWTRLYAK           
>Skow_XP_002732357                                                              
MHCRAYMLLEKQYAQFQKEPPWGIEAFFTDDSNFFEWTIKIRGLKDTLWEGGIFTVHVKFTENYNAVPPSVYFHTIPFHP
NIDMVTGKPCINFLDNIELWKETYSVEFILLAVQNLLSNPVLESPANDDAAHLFNTNASRYRELVLQCVAASQRYHSGWK
PHEEKRPPKEEVKHTTQTATRRLFRISFDDYHTTWAGIATSKPKSEMKNPLLESIKDDPKLQTAHYGLPYNELQIQMRKQ
LEEHNSLMYGNFARKQSEKEMADKKMEQLNKMRRIYFQKKLEKPAPPPSSAQSEQGDHHPDEPWEKEVDDLVEWTNKLDE
QEIQ                                                                            
>Skow_XP_002731329                                                              
MGNKSISKQLFSLMRNITSLSNGQASVSDYADCMTEMTIIISPNDGLYQGGRFKFKIEFDERYPVSPPTVSCETMIYHPN
IDAYDGNYFDNVCVNILNDWDSKTDLESLVQGILYLFYHPNLDDPLSIMFGSYMTSDEYSLRVKKSLHGGVVDGFYFERN
IVSQQADETREIQNPDMTSRVSELGEQFSDVVKVSQEPLNDDGAILETKPATPNLGVDETVACCQELGGEATPTCCWSCR
PERCCGVRCRGRGRKTRGRLPLKRFVRVCFRTFNFTAQRKVVKL                                    
>Skow_XP_002731328                                                              
MNRSVTKDIYYLMRDINKLSDGQAMVVNFQEQERTLFVSITPNSGLYGNGQFIFKIYLAPNYPSTAPEVTCLTPIYHPNI
ENLLVFGEDYGEICVSLLDEWQSCFNLDHVVQAILFLFYHPNLEDPFSPLFVPNMDYTTFANCVKLSLEGGIVDDFTFPR
NRCNEDSSSANSDNVIAERIMDWNDTHVCREQNNGDIDTTNKPGVVKSGIRSGNITPSVTIS                  
>Skow_XP_002731192                                                              
MSGIAIARLAEERKAWRRDHPFGFVAKPNKNPDGTLNLMNWECAIPGKRNTAWEGGLYKLRMLFKDDYPSTPPKCKFEPP
LFHPNVYPSGTVCLSLLEEDKDWRPAITIKQV                                                
>Skow_XP_002730471                                                              
MSNIAAARIQREFKEVVKCDEAAKCAIKVEMVDSDCMELRGEIAGPPDTPYEGGNFILEIKIPETYPFNPPKVRFVTKIW
HPNISSKTGAICLDILKDQWAAAMTLRTVLLSLQALLAAAEPDDPQDAVVAKQYKEDPQAFEDTARHWAQVYAQAPCNNP
GCSAKVNQLVDMGFTETASREALSMHSWDVEKAVEYLMS                                         
>Dmel_FBpp0070396                                                               
MACLNTLKQEIKTLEKIFPKNHERFQILNSSVDELLCRFIDKNGKRYDIHANITETYPSSPPVWFAESEETSVTNAVQIL
SNTNGRDNHVINQVGILLRELCRLHNVPLPPDIDNLALPLQTPPPSASPLRCEQRPGGGGAGGGGGPHGNEETDSDQEEI
EDPIGESEQESEGDEDLPLEMDDVRSTSKKDDMEVEHLATLEKLRQSQRQDYLKGSVSGSVQATDRLMKELRDIYRSDAF
KKNMYSIELVNESIYEWNIRLKSVDPDSPLHSDLQMLKEKEGKDSILLNILFKETYPFEPPFVRVVHPIISGGYVLIGGA
ICMELLTKQGWSSAYTVEAVIMQIAATLVKGKARIQFGATKALTQGQYSLARAQQSFKSLVQIHEKNGWFTPPKEDG   
>Dmel_FBpp0071067                                                               
MSSPSAGKRRMDNDVIKLIESKHEVTILGGLNEFHVKFFGPTETPYEGGVWKVRVYLPDNYPFKSPSIGFVNKIYHPNID
ESSGTVCLDVINQAWTALYDLSNIFESFLPQLLTYPNPVDPLNRDAAALYLHEPEEYHRKVADYVQRYATEDALRAAQQE
RESSDSESSMSDYSEDEARDMEL                                                         
>Dmel_FBpp0072998                                                               
MPARRSERIAARGDANGSPTNESNTGPVGRVRRGTNSRDQSDRPRGGRAAPRGRRTIVRPEIRFSTPTMDERQRARIEAM
AAIAAGTDSEDTEGSAEEVRSQSFFAVSVFLTARLGTPGRRATSTPAAVPSRRGRRTVSISVATPSNPPVRATVIRQGSQ
MHLTRGLPTVTENVPMDETFDTESLQSNSLVLRLFRIESGIPTQGDPLTITRLRREISEFSTDQTEGCKAEMVGDNLFHW
VATIPGPSETVYEGGRFRVEIVFPRNYPFYPPYLAFLTKTYHCNIALSGRICLDILGSKWSPALSVSKVLISIMSLLADP
NPHDPMEVSVADVFKGNRALHDKNAREWTKKYAK                                              
>Dmel_FBpp0073230                                                               
MAKKEEPLMDGPKRMNRELALMLEDKQNLQFRNLLVEPNNIYKWTGLLMPVAPPYDKGAYKMEIDFPLDYPFKPPRIHIN
TRMYHLNVNERGQVCVPILEVEHWIPTTRIDQVLQVLLATINDPQPENAWHIEMAGEYRNDPVRFFKMADAWVQKYSEPR
PTEEELAKFARKRKKAMTKK                                                            



>Dmel_FBpp0073477                                                               
MSSDQVNSQTEMETEARARAEVEVEVEPEVLSRASVASSVEETAPSTSHSASGKSTEAPLTGCVVRIKSELQDIRKNPPP
NCTADLHHGDLLHWTAGVNGPVGSVYEGGHFRLDIRFPASYPFRAPRIRFTTRIYHCNVDSRGAICLDVLGERWSPVMNV
AKVLLSIYVLMSECNPDDPLVMCIADQYKTNRREHDKIARHWTKLFAMTKAQDKNREKDADQGNEQNQEENPMPGQQGN 
>Dmel_FBpp0073686                                                               
MSSLPRRIIKETQRLMQEPVPGINAIPDENNARYFHVIVTGPNDSPFEGGVFKLELFLPEDYPMSAPKVRFITKIYHPNI
DRLGRICLDVLKDKWSPALQIRTILLSIQALLSAPNPDDPLANDVAELWKVNEAEAIRNAREWTQKYAVED         
>Dmel_FBpp0074058                                                               
MAGSALRRLMAEYKQLTLDPPEGIVAGPISEDNFFEWEALIAGPEGTCFEGGVFPARLIFPTDYPLSPPKMKFTCDMFHP
NIFADGRVCISILHAPGDDPMGYELSAERWSPVQSVEKILLSVVSMLAEPNDESGANVDAAIMWREQRDEFNAIARRLVR
KTLGLPA                                                                         
>Dmel_FBpp0074250                                                               
MSSQYSNVENLSPQTIRQVMRELQEMETTPPEGIKVLINESDVTDIQALIDGPAGTPYAAGIFRVKLTLNKDFPLTPPKA
YFLTKIFHPNVAANGEICVNTLKKDWKPDLGIKHILLTIKCLLIVPNPESALNEEAGKMLLERYDDYSQRARMMTEIHAQ
PAKCGVGAVGDAKDDGGPSTKKHAGLDKKLQDKKKEKLLKEKKRMLKRL                               
>Dmel_FBpp0075690                                                               
MAQNISPEQSGGAGGGGSKHSDDSMPVKDNHAVSKRLHKELMNLMMANERGISAFPDGENIFKWVGTIAGPRNTVYSGQT
YRLSLDFPNSYPYAAPVVKFLTSCFHPNVDLQGAICLDILKDKWSALYDVRTILLSIQSLLGEPNNESPLNAQAAMMWND
QKEYKKYLDAFYEKHKDT                                                              
>Dmel_FBpp0076124                                                               
MANMAVSRIKREFKEVMRSEEIVQCSIKIELVNDSWTELRGEIAGPPDTPYEGGKFVLEIKVPETYPFNPPKVRFITRIW
HPNISSVTGAICLDILKDNWAAAMTLRTVLLSLQALLAAAEPDDPQDAVVAYQFKDKYDLFLLTAKHWTNAYAGGPHTFP
DCDSKIQRLRDMGIDEHEARAVLSKENWNLEKATEGLFS                                         
>Dmel_FBpp0076445                                                               
MIKLFTLKQQKKDGEQKGSQQKKASAAQLRIQKDINELNLPNTCATDFPDPNDLLNFKLIISPDEGFYRDGRFVFNFRVG
SNYPHEPPKVKCATQVYHPNIDLDGNVCLNILREDWNPVLNINSIVYGLQFLFLEPNPEDPLNKEAADVLQTNRRQFENN
VKKAMRGGCVGETYFECCLLK                                                           
>Dmel_FBpp0076859                                                               
MANTSSTGVVVPRNFRLLEELDQGQKGVGDGTISWGLENDDDMTLTYWIGMIIGPPRTPFENRMYSLKIECGERYPDEPP
TLRFITKVNINCINQNNGVVDHRSVQMLARWSREYNIKTMLQEIRRIMTMKENLKLAQPPEGSCF               
>Dmel_FBpp0077147                                                               
MTSCVPAHQQKDQEQLLKELASSGDEMDDPDDPDQEHHQLVEPTFSFSNSNTCWVCNGYYGPNFGEPLCGACHAFLYNAQ
RAEELLTELSDDEDSGNDEPPFKDKQEDEETENDVDIMGFEDLEDPQPAAVPQHPNPQPPMEPQDQQPAQPVIDLPQPVP
EAAAPRRESPERDFEHERAINPFLLPIKRPRATAPLALPHYMHELADGRARVHEYNAASGSGASGSSRNIVNIIPVEVML
KIFAYLDDMSLWMASEVCKQWHDIVGKNTAQSMWKAYIKQRWPLFDSLADNPNWYRLYGALMSSCFCRTCLIEMGGRGQD
AQEADPQLGDREPGNVMRNNFLRGEANLLNSYESEGISAIPLDRQNNYWQATILGPPGSPYEGGKFFLFIYFPERYPMTP
PTVRFLTKILHPNVSRHGDVGIDIFQQHNWSLALNVAKVLLSVQSLLTDPYTEVCMEPELGYIYEHERERFEQLVRAWTW
KYAMYELIAPR                                                                     
>Dmel_FBpp0077589                                                               
MEGLFSAEDGTPSCSWTCSNSAVKRIQKELDEITRDPPQYCSAGPKEDNLYEWTSTIIGPADSVYENGIFKLDIFFPVEY
PFAPPVVIFRTPIYHCNIHRLGFICLDILKEKWSPALTISKILLSICSLLTDCNPKDPLMAKIGTEYLKNRAEHDKKARL
WTKR                                                                            
>Dmel_FBpp0077741                                                               
MSGIAITRLGEERKAWRKDHPFGFVARPAKNPDGTLNLMIWECAIPGKKSTPWEGGLYKLRMIFKDDYPTSPPKCKFEPP
LFHPNVYPSGTVCLSLLDEEKDWRPAITIKQILLGIQDLLNEPNIKDPAQAEAYTIYCQNRLEYEKRVRAQARAMAATE 
>Dmel_FBpp0078490                                                               
MSTPARRRLMRDFKRLQEDPPTGVSGAPTDNNIMIWNAVIFGPHDTPFEDGTFKLTIEFTEEYPNKPPTVRFVSKVFHPN
VYADGGICLDILQNRWSPTYDVSAILTSIQSLLSDPNPNSPANSTAAQLYKENRREYEKRVKACVEQSFID         
>Dmel_FBpp0079044                                                               
MSSRSKERVVTAFRKIFHKSSNNNNNNNNNHNNNINNNNNNDKVDGATGSSPNINNNNNNNNNNNNHDGAAAPSSAGGVA
VAGGAVGSSGSSGAAKNAVVRMAAEQAVWDSPGKRRRQDHKVAPTTERQLVAAPDHTIRTRRLMKEYREMERLQAKNDAV
FTVELVNDSLFEWHVRLHVIDPDSPLARDMAEMGVPAILLHLSFPDNFPFAPPFMRVVEPHIEKGYVMEGGAICMELLTP
RGWASAYTVEAVIMQFAASVVKGQGRIARKPKSTKEFTRRQAEESFRSLVKTHEKYGWVTPALSDG              
>Dmel_FBpp0079704                                                               
MSSTPAAGSAAEVATSSATSNAPSAPSTTASNVSNTSQPTTAGTPQARGGRGSNANGGASGSNAGGGDEPRKEAKTTPRI
SRALGTSAKRIQKELAEITLDPPPNCSAGPKGDNLYEWVSTILGPPGSVYEGGVFFLDIHFSPEYPFKPPKVTFRTRIYH
CNINSQGVICLDILKDNWSPALTISKVLLSICSLLTDCNPADPLVGSIATQYLQNREEHDRIARLWTKRYAT        
>Dmel_FBpp0080227                                                               
MAALTPRIIKETQRLLEDPVPGISATPDECNARYFHVLVTGPKDSPFEGGNFKLELFLPEDYPMKAPKVRFLTKIFHPNI
DRVGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAELWKVNERRAIQLARECTLKHAMQN         
>Dmel_FBpp0081076                                                               
MAATRRLTRELSDLVEAKMSTLRNIESSDESLLMWTGLLVPEKAPYNKGAFRIEINFPPQYPFMPPKILFKTKIYHPNVD



EKGEVCLPIISTDNWKPTTRTEQVLQALVAIVHNPEPEHPLRSDLAEEFVREHKKFMKTAEEFTKKNAEKRPE       
>Dmel_FBpp0081717                                                               
MATEQHHQQRVLKQDGYLDLGDCNSAPSRPFEMRNVVYHPQLNVLLLFDNGSTVKVLDANSGVILQTYHLSSNGDSIVHG
RYMPLQDKILFWDGHNLGLRGDYNGVLLLDTILQAPIGQNDDYIKLEIILSEAIIFQNCITELESEGLECPCDISNELTQ
KINQAQLKAKKGIKAQRWNTICLEVPYSSLKLVSNNMVILLKRLERHIPVLAIASAINERLTDMMMGSRVPDFGWNFSNF
QRVLMHSEAVRRQTFEKWPHMDYKWALPDQMAQAGFYHQPSSSGEDRAMCFTCSVCLVCWEKTDEPWSEHERHSPLCPFV
KGEYTQNVPLSITYATNPALPAPGLGFDIISNSDYANVLCTSCSQTGELSVWSIERHLKLMHTFHVPTLLNYIFEESFEW
ARVTAICVLPNARARTKVNYVYSAANYGGSGSSNGAGCNSGLNAVSGGKFGSVNAQHITSTSTLRAGVVGSKIVLGVSVR
QSSGELALRMVVLNIVEVDRNSESSTSVSNDSGSVSSGGGQLMKSSSPMVNVSAENNATVTQVNLESKDDDNKAMTPYEK
FADGFDSNGFVSALMTYNKNNGVSQNTDDASALYDFDLCTLSQILDHNLEEPLSLMVGSSNTVNVSNIGMGNEINKLVVD
VEISHQNNNNNNNNNNEASSLGGNSSNNNNNIMINGGTNSSIDKMTAIEEIDCVVESWTSVKRMNALDGASSGVNGVNHM
DQEVIEIAEILPTTPKCNQLLVKLLRTKAPEAEGSKIIMATVAKEEEEEDEEQRTDESMETDNNAEGNVAAQLLVFDYDD
TEISNDYTLAMTFSRAKFPKQLCILPHFNSSPEHKDAGSICVVCADGTVEIYSLADFQGTMVIEEEGEHFESVVYCRNLD
RLCCCSRQGGLLFYSLSDGENDSGDELLEMDDDCSTTLTQAADVSVTDGGRQLARTDLLGKTLLANESICMDAGSEAAAI
PNSSSAAQGAHVQTSPSASSAPSTNANLLAYKTADLTLEDLKVFYALTQFDDKLTVYSAEVPSCWNDIGQVQNQRKQSQN
MRHGGDERDFTRTWRLHNDATTWDEHIIELNLAQPVSLGHIDLKFTVYQQCSNPAAIQVTLLKQNNNGFGYRMKGPHSSY
KPNVIDDNIDLSYIANENPVLSEEYLLAHNAEVLAGPIELSSCIDLCDQGGTATLTSPKLFKTRTRNFLLHIKTVSDPSK
DGQNKTRGCDWLHEISISVRAVKSHSRISNGRMQRIAMLESNVLLVQLLRIASDPASSSLAKNLSLDILNWICFIRLNRF
RSPKSERLKDQINKQTAANIQDLLAQQFECISLAEKHIEQLLRNCVIYSERSTAHKCVKLLIMLTEGATNLPAEVQDHTT
LDYSFKAAIANTFPELPRAQCGSVVRWYMMLTCATSTAESHNSISEQAISLLKEIAAEIDKRWDPHCALLCTRFGLYGYP
FEPEIFDFDFPNVSRQGPGSSVANVIRSSPTILPVTGLDIKRLSSIDGVDFRTFPYLIRGKSISNQLRGLLEVVQLHFNC
VQTSEATRIDNIDSVGGNTGANVIIEDVMMMPKQVVAKEKGEEMLNDLVNDVECLVEEMKVDENEKQEKVDYDAFGLVNG
FKDKTLSSLNSVKQTLKEEVKKEKADIMDKLTIAKFLPKLSLLESYMQKKINEHISFDDFGKLDNWDGNTTPPFNLEVEA
PIVCSEATSESNMSQQATSAGGNILDDAADSEKITESLNANPCQPIAWHKLITPPPKQMIVIDRMHSGARRFVVLDFGQH
ILLTDLVIPSCDELTSLNIDIWCFDEETDCTRLVQVNDIQTKTLVLSDIQPAPICRYLKLTIIGRIGMSATKCKVPLGRF
FGHPVVLEHDGYGDQLMKYIKHPTHSLQSQIKSLNALYEDVHCRYSLASSKLMDLLAPMRNSELSNVAHLQAFINKQREE
ELSGLENNNKVVSLYDECMLLQYQINVIRNVVLRLERALSPNSPTTTLLPGQSIPLTEDILRAASRDKLRVLSLSLVEVL
LHFSIEYGIKNILPVHQRFNAATAKALFNALVVYGDAQLQLATCSLLVRMCCFQPWWGDFLADTFCSLFSAQNCKAFPQD
RIFFLLTYLGRRSIAMGACRSIVIDAVLKTLVKLLAPISPHYKFQSEQPSTSANAADRNAAMGTTSDLQLITWLLLFLSV
CLDDNERKDKSAARWDFMSCEGDFTKARPSATPNIKQLRCFKKRIIQQNKYLAQPYADWGKKIYMIQNEHPGIFMELSTK
SKGAGPTKSTSTGGKINMGSSGLCVGGPSSSSGNTSKSAASSSSPKNQAVPGTDGERDSNFDKGLKSLRMDNIKVVIRGL
FALLLEMDFDCNMDQFLLTCKVIARLVAACRPSVQLCKIVTIAQLQQLVRLSVWNDQQHPWAVHAITCLLQDLLDADKQF
RDNDVTPTNDTPRTMEAAIQETRDLFSDYTSTASSCTEALFETLMPTAREFYQEAVKYNYLPSLIECDDTEFDEMLNDID
MIERTKPVTKKESNALSKNTFNFFCKSISIALDSRLDVGLELHVETQLRRLTNRTSLDLYSSLPQVLTNEFVSPPPEAAP
WPEYLTQLWSGTEYNGDNTYVMFKRVFDSILAELHLEDTWVHLEQVLQMWLTLNCELSDKPYTSGITHSDVPKIPFGANA
VQGLLLALAWHSDIKLRTWCLGFQCLFLACNSLPIGDDADCTRINEAIVNDENFEKVLLRFFSGYGMSSSIITNRCAGPT
ICKHLHELLLWLHSKSETSGIPCKRRLKDILLHVVLQLVQPGGSISNQQGPIDAQNQLVRDLLMMPNDKGDLNIALKITE
SVSFLVYNNISNGERLQCQRGNENSPVGNNFSNLFANVLGSENPNKQNAAICDNSLIINLLKLSSHMVLTEMPRQPSEVT
IPEEEELSNQSQTDETKAEQLNTEGHRSKVPCIADWVLRHFPTMKRLFGTLSQCSTNTFTMMSSGCFFSPKSNMILDDPQ
TIADAVFSLMITLNDKASHPRLVVVPICRYLEETTIPRNATLPRLPHSEPFLWYISKVLEVPAAVQTFTQLGGIQIICHS
LVRLNKTIINMQPGLISLIMQHLTRNTRFKRNNHVAASSACKKTTTGTGTTCPTSAQPPRSAAQYDGLINFAPFSHIVSE
NDATQSAEVLISNPNNSHRRPRSPAWTYMFYPNETHVDLTITLPTAILLKEVQLVPHTTSLASCPSAVALELSRDYGLGS
IPVGAPMATTGLTCIRLKLAKAEVATSIVLRLYKPKDCGNVGLVQIAVLGQTIFGNRMHGLRSPSPFIDSLATCSSPVQT
AVLAAMDADSMLEDDAFAKTSIGWVRILSRCFHVAALQPDSKLADLIAAYPAAYPGFLEACCSLLNIMPMIPSLAQQHLE
TILLKLSAYNHEISLQLLRTLLWHTTPQVFKLSSDSVCDLIYEVVTGSTEHLLDKLRVLIDWVMQLHDNYSKQARCNNPQ
SGFVKVIASILWKVHTQQQLPELPLLISSSLFETCFEWVSSLEHDEPLKSSFDSLLCALCFIKPELFNQLLVKLGVKLEP
PARGQTDDSKVQSGSAWFRREGSENLSVLLQRPTFLKTLALACQSPAAVYQMLDSGLPKLLAHAIYEYCMHLMPGSEPVA
SASTVPEDEPLANNQAAAAADDEDSSLTDFDKAEANVVYNTPLLSSSNVPKVLDFFAECCAEGPMRDWLGTMQGSVFWKP
LLQLLCNTHAAQFSKTLPKEQSFIRLERATINFFTRVSACHPGNQENLTSLLIGAIICKPLRFSHGVRPTISGFTRQMVL
QLLLENEHITVSVRSQQPLQRRDTLSAVLGGISSGASTSLPVAAVNNHPARRSSAHHMLFTVTTSTTCQEIMQNCVSVFS
NLVYQQPTDQRAGETSASSSGVSSATAKSSESKMEKSSFLNFNNVEAGSMEFLTVGAAVAAKDKRIKDAKNQAAMNKDKE
TQTSSTNLASNIFNVDEFLLQSANAVNGNQLVIPEYSDIVLAGDATISQVLASLQNAGHSLSTPCISFDLVLQQRSDDTS
EAKKTKAACTEPLPSPLQRFSSSGGLSLLAHYLPTVYPEHSGRKTTLVFSEKEKSPPLSDWVKLEPNDEIYEDLEDTLCE
PAAKLATVSSVPQHSLAAFGLFLRLPAYSDVLLRDKMRAQCLLRLVLGVTGDGDGNDIYSLSLAPSLPTLPFEVFRQLLD
SVPLSTDDGVLLRRVVIEVGAMHLVLNCLGIFSHQSHNNRIGAPISEPSPSGTSSGSGTIGNGSGNGSVSGTKTNAPEEA
TPSATSDDKSHMYWAKGTGFGTGSTTQSWNVEQALLRQKSEEEHVTVLLLVLASYINPGDCIPSEMCGEDILAYHDVRDV
TGELPPIFQTLLQQSCLIPALSSYLRNDSVLDITRHIPLYRAILKLLRALSLSKMLVSLLQPSASGSGDSTPPIVELLTS
MKTCVDTYAKRLKVNKKSNIKGQTHQLTFNIDDGDDEGLALLIPDIHETSVLVQKTTDADALINMLHTNEDGSAQLEPQS
KSIEQRYLELMKKRQFDTFDMIVESDNNSFRFVVSHHFEKMVRLAGDRYHPSRVKRLAQEAVTLSTSLPLSFSSSVFVRC
DTDRLDIMKVLITGPADTPYANGCFEFDVFFPPDYPNQPMLINLETTGRHSVRFNPNLYNDGKVCLSVLNTWHGRPEEKW
NAQTSSFLQVLVSIQSLILVPEPYFNEPGFERSRGSPSGTNSSREYNSNIYQACVRWAMLEQIRSPSQCFKDVIHKHFWL
KREEICAQIEGWIEELGKPQYTERASRTISFNSMVLRRHYRHLREELSKLKPPRGLEDLDAPFNPVATLPPMDVSAVAPS



LAATNTVQAQPDDAIVTDITLLGENADECEADGDAEGDGEVDDGFKGFPQEEGLLTGEEEVVEILSDTENESSMWQ    
>Dmel_FBpp0082026                                                               
MAEQLLVNTTLPMAGRRLDRDVNRLLASGYRTTVDDDMTNLNVCLEGPLGSAYEGGIWTVNVTMPQDYPLTAPRVRFVTK
ILHPNIEFITGLVCMNVLKQAWSSSYDLVNIFETFLPQLLRYPNPHDSLNHRAAAIMKHSEQLFREHVILCMKTYAMPAN
LPTRQLVEEGLEKRSSDLSLSDLLTDSDDDDVGNRNNAHIALPGSS                                  
>Dmel_FBpp0082303                                                               
MSELQASLLLNRQLSELQRHPVEGFSAGLVSDSDIFKWEVVIIGPPDTLYEGGFFKAHLIFPKEYPLRPPKMKFITEIWH
PNIDKAGDVCISILHEPGDDKWGYEKAEERWLPVHTVETILLSVISMLTDPNDESAANVDAAKEYRENYAEFKRKVTRCV
RRSQEEVE                                                                        
>Dmel_FBpp0082477                                                               
MALKRINKELQDLGRDPPAQCSAGPVGDDLFHWQATIMGPPDSPYQGGVFFLTIHFPTDYPFKPPKVAFTTRIYHPNINS
NGSICLDILRSQWSPALTISKVLLSICSLLCDPNPDDPLVPEIARIYKTDREKYNELAREWTRKYAM             
>Dmel_FBpp0082929                                                               
MSSSSTSGGRKQPTAVSRMKQDYMRLKRDPLPYITAEPLPNNILEWHYCVKGPEDSPYYGGYYHGTLLFPREFPFKPPSI
YMLTPNGRFKTNTRLCLSISDFHPDTWNPTWCVGTILTGLLSFMLESTPTLGSIESSNYDKQMFAQKSLAFNLRNTNFCE
LFPEIVEEIKQRLRGTQAAAAVDGPAANGVKRSNGLANGASLASADGNLAVGGLANPLNAADAIDGGAAGQADLASGGGA
AVQNSARNSYLNWQSVYSNLVIIICFAIFALIVNYVIKNLNQE                                     
>Dmel_FBpp0083867                                                               
MMSDVAGAAAPGGTPGQPQQEQEQSLAEAAPRTPTLANPPPSSQELGRTPNQESRHNANSHSRRSGGGQVPSKAQGNTES
QFFLEDGVFRIDRRGRVHFGLVTATTETYSSSEEEDVDSLSRGEVRVAFYPGGKEMVMTEQSIGLADRTLMPGDVVRRRL
PGENVLAGQAGYVRDVNVRADVMVMGSRMVIKNVPAERLRPISEWNQYVPLCMDTWIGTIIDINECAVLKSSNGARVEIT
SNDFHKFKDAVSECDRTVFNPNVFFPGNIVIGRMPPPDRVKNLTPEITHPLTRKGRAVYTVESVETTSINVDWSCRAIGN
ATGSDDTDSDPLKEPRSLIKGEELHKVKRLSLYESYELQIHDRFYLKYSKCDLLVKYADWENEQAEKYIPIFHAQKKMQR
KASKLNASASTSGNARSVPKFRRMPNKISGMRLPRPPSDQTHNACKSSKRSKEDVLTSEDEDEFEEFMQPLDQSMTAEKE
VEVAEDALPPSAATTAAAGVEVQAPRITMRSAKRRQVKKKIRSVKKTIYSPFNKKETTPKDGDEIVVETLVVYSSVTVVW
QDGTVESGVHSTQLYPIHHLDNHEFFPGDFVTKANDISTGATDYGVIQCVDHDARIAKVMWFNIYTNIDNPIPLFKGLEE
LSVYDMKDHTDYQYRPGTVVIRVSNFTGEDVNSTAGQVIDNYPNGRVRVWWAKGHITLCYPQDLFQPFEQDEQNEQDQDV
YGSDGSEDSWETESENSHISSSDNDDDILTGIDRATEAMKVLEKMFRVLHPNRKAEVLYDLLDVYKNCRALDRLLNTKFF
DEFNFKGIVRCKPITSKVCSDSATHERATPETPETSAAVPKESSTLQAELEPVLMDPSVQSSSSPTKRKSSTEMDEVLCK
KSTDEISEEQDYQVEVVEVIEDPPLVREYRCKYNEMFANARRSIAKAIENRTKNDSGVHSRGEITSDESNNHPDSENKLD
IKHPTINVMDDLEIELVASGDADVCEVFCYLIKFQMARIRKTVAVTLGKTNDNPKQEKEDVSDAEEAIEAVSQEAELAND
GATECNTMAEDEAMEEPLNLNALSESLPAIDQTGPMACSSPSWSIIPDTPSVDENCFQVLPNAPAAHNFISNLITPANKA
QYQRAVQREYLMLKSSLPNGVVVRAYEDRMDLMSVMMVGPKRTPYQNALFFFDFQFGRDYPKSPPVCHYISYCTDRLNPN
LYEGGRVCVSLLGTWMGRDNEVWSPSSTMLQVLVSIQGLILVDEPYYNEAGYEKQRGTQLGNENSRVYNEMAIIKIAQST
VKQLTNPPLIFRNELIEHFKEFGTELYARMRAWSEYSLEAQRQNITKIKDMPVEYKASCELPEFPLLPCSRGFCIAVKRV
LSQLQSELTALGANLVTDERNGIATGIGTAPRAAPEEI                                          
>Dmel_FBpp0085632                                                               
MWYSTVRNPSIALIKQGYHILAEYNLVKEELKNIYAIPSYACGLHWFGVIFVHSGIYAGSVFRFSILLPENFPADISLPT
VVFSTEVLHPHICPQNKTLDLAHFLNEWRKDEHHIWHVLRYIQAIFADPEGSICTGQSSSGDLVIMDEVRNMNALNMLAK
SRPEYIKRVQEQAILSRNLIYDRPPTEDPHYIIVEPYCAERHLKFMDQLKSPCWKEATSMDCSQPSEYLGHIDSSRQLDE
EEANQVEKLHRGRIPEHQREESEVSL                                                      
>Dmel_FBpp0087313                                                               
MMKLFKKPKDKIPKSEILTEPKEPKTPPVSKCGKPLQLDNSRWERRLHKELMSLIKEPPPGVTIDTESVQQNLSEWKINI
KGFEGTLYEGEDFQLLFKFNNKYPFDSPEVTFIGTNIPVHPHVYSNGHICLSILTEDWSPALSVQSVCLSIASMLSSCRE
KKRPPDNTIYVKTCNKNPKKTKWWYHDDSV                                                  
>Dmel_FBpp0087538                                                               
MTLDLDAHKKDDKLLITTIQQEYKILAEYKMIESEKLSGIYVIPSYANSLQWFGVFFGRQGLYAESVFRFTILLPDRFPD
DKSLPSIIFQQDVIHPHVCPYTHSLDVSHAFPEWRCGEDHLWQLLKYLQVIFSDPLDSIRGIEVDKLKNSEAAELLMNNK
EEYVARVQENIKESKEHIFDTPPTEDPHYIVFEKFQQDVHGPVLERIKAGRSKLTEPSAQQANGGHATGLSWVKEGEFKP
LSIE                                                                            
>Dmel_FBpp0088522                                                               
MTAPRRLRKELSDLQGNALKSFRDIKADDDNLLRWTGLIVPDNPPYNKGAFRIEINFPAEYPFKPPKINFKTRIYHPNID
EKGQVCLPIISTENWKPATRTDQVVQALVDLINDPEPEHPLRAELAEEFLKDRKKFVKNAEDYTKKHSEKRPAD      
>Dmel_FBpp0110481                                                               
MSELQSSLLLKKQLAELNKNPVEGFSAGLIDENDIFRWEVLIIGPPDTLYEGGFFKAHLYFPKEYPLRPPRMKFVTEIWH
PNIEKNGDVCISILHEPGDDKWGYEKASERWLPVHTVETILISVISMLADPNDESPANVDAAKEWRESYTDFKRKVARCV
RKSQEECS                                                                        
>Dmel_FBpp0289558                                                               
MTTAASTSQHATSSSTMMAGSGSLATSSSAAAPTTTPSSSAVRALAMEYKSLQEEPVEGFRVKLINDDNLFEWEVAIFGP
PDTLYQGGYFKAHMKFPHDYPYSPPSIRFLTKVWHPNVYENGDLCISILHPPVDDPQSGELPCERWNPTQNVRTILLSVI
SLLNEPNTFSPANVDASVMYRRWRDSQGKDNEYPNIIRKQALAANAEAKREGIVVPMTLEDYCLKPTRKPTTESGLDANF
YDDDFDLETEDDLPSDDDFDEDDDDDEDEDEDEDSATAPISKNNGGSSKCKNNGLVREAAAAGADDAESADDSGKGETT 



>Cele_B0403_2                                                                   
MSSQASQRSSSTSAVAQKTRERRKSKSRRRCWFGCLWLSSRVSLIRSSSRFSRSPEPDESLTAIDKVMSIINEKPLKMAH
ILKTARYNPRFLPKINNHFYRRFVNDVSFSERKQFVECGVIHHLLELIGETAISDFSASSRSADEQKRRARRNSSASLSH
KGTGYGTGSTRSRWDIERTVEEKLIREEHLTWLLSILNSFMLGWPTTDNLKTKPEELVHMTEIAIKLIADSSVLSILEYN
LRNDSFFDALLETAASMAATPGLVPFLVRPYTSSAKSIAKELIPRFKENILSIQARWGGTLEETNFRMAEFTAKVTLLSD
YVINAARAYEQTLPPEQRIQTATHRRPSHSGLHSKMQGPKDDETIYKNKMQELQLQTAKFIGDFGKLCVPYVFRKEAKNI
NPFSPHLRDRTKRIAKELASIANALPLNASNSIYVCYDEGRVDIIKVLISGPDDTPYANGLFEFDIFFPTGYPFSPPKCA
FLTTGSGNVRFNPNLYNDGKICLSILGTWEGRPEEKWNPYCSLMQVLVSIQEVIEKHLWLKREAILKQAQAWIDNVSNDF
GDDKMSKRKDVFAFETGFNPATQERVIHNLIQELQAMQSPFAKEEAEESERLKREQSEKEEKQKKEAAALAEIEREKREL
ELDFQRRRSSVLATHVAVIRTQPTGDYSVPSVNEPSTSS                                         
>Cele_C06E2_3                                                                   
MSVSKLNKMQFSDKMSNLALARVTRKCKEVANASDITEAGIHVEIKENNLMDIKGFIKGPEGTPYAGGTFEIKVDIPEHY
PFEPPKVTEIIFHIRAFEYIQAKFVTRIWHPNISSQTGTICLDILKDKWTASLTLRTVLLSLQAMLCSPEPSDPQDAVVA
KQFINNYPMFTATAVYWTSYFANSKKDVEPDFNRKVGRLIEMGIRETEAIVYLSCNNWKLEQALQFIFD           
>Cele_C06E2_7                                                                   
MNENQKRFLDDMEIAQQLYIIEMVNEEDKKITFHIAGPADTPYETGVFEVDLTFPDNYPNALPQIKFQTLIWNCAVEPST
GQVHIENYSRLNVSEALSYIEDLFRSIEVDEEVMFYKTARFWTTEFAGGRPLPDDDWQKKKVDSLIEMGFSRLESILALG
GSDWNLADAAEQLLEGDEQAQE                                                          
>Cele_C28G1_1_1                                                                 
MSVVNFLTHGEREKLDQFMEIVNIHDEEVAMVSMTNADWNLERAIGTHLALGSEGDIYAGGSPLDPVDNQRGSRDDFGND
EYDNNGIGGTANILNDEVGESSTLYQVAPPLMMPHHSQPIPDALKCYTDNFNTRYQIGSTVMPKFYTDTLRNAVKEAFDQ
ENPILCRPLAFFINNENSSNTRNFVTNVLCNELVTSYLATKYILYPWDVTEPRNLDRFLRILTDSNMSSMHYNLKSFNES
ESHRFPYIAIVLRKGNWFEVIREVNGTSDLNEVVNALYEGFEELQEEKLRVLSKQVERKTKQAKVEEERKLIDQQNEVYY
KNLKIDTDNLNKKRIAAKSEIETTRPETKPKITPMKVISVTPQNLPEEPNVSETNIVTVKFRLPKGIQGIIKGVEETPYE
GGIFELDIKIGESYPFKAPTVKFITKIWHPSVSPFDGTICLHDVDNGVWPVSMTIYKVLIVIQSWMSNFNEKEPIDVEIL
EQATNNREVFEKTAEFWTKRFAGSRRKPYNQECQQKVQLMSRVIRNEELSIIALSYHNWTLPYDVLEQENSL        
>Cele_C35B1_1_1                                                                 
MTTPSRRRLMRDFKKLQEDPPAGVSGAPTEDNILTWEAIIFGPQETPFEDGTFKLSLEFTEEYPNKPPTVKFISKMFHPN
VYADGSICLDILQNRWSPTYDVAAILTSIQSLLDEPNPNSPANSLAAQLYQENRREYEKRVQQIVEQSWLNFGENEGDAV
LKDDVEIEEIAAPGANDADDDRMDEGASGSNA                                                
>Cele_D1022_1a                                                                  
MSEQYNTKNAGVRRLMKEAMELRQPTEMYHAQPMEDNLFEWHFTIRGTLGTDFEGGIYHGRIIFPADYPMKPPNLILLTP
NGRFELNKKVCLSISGYHPETWLPSWSIRTALLALIGFLPSTPGGALGSLDYPPKERQRLAKLSCEWKCKECGCVMKTAL
LPITEDGQLKQTEEAKTLAAQLKFQDESVVKKEVEAANNQKNPTETEPSEETSSVPTENVEESEEDADEREEGTTVNVNS
SEVPDVAQPAVQPIRDPQPLVFQHHAPRLASTNFDYTLLYKIPVIALCFAIFFTLLARRFLVDNLTSPKDGSEL      
>Cele_F25H2_8_1                                                                 
MACLRKLKEDIQVLEKLFPKNHNRFQILSASVDELSMKFINAENKGIIVTANIQENYPRQPPIWFSESDDVPVIGMSLQR
LTETEESTNILHQVHRLVSDLCSFYNLQMPCELPQIAPPVRDDIDEGRGSDISDTTSEPIDDDMAGDGEVDDDDEEEEDD
EDADGDIEIVEMAEEDPTSQHDVGVSKEGLDMLDKVSKINRQQHLDGKVQGSITATDRLMKEIRDIHRSEHFKNGIYTFE
LEKEENLYQWWIKLHKVDEDSPLFEDMKKLKKDHNQDHLLFSFTFNEKFPCDPPFVRVVAPHINQGFVLGGGAICMELLT
KQGWSSAYSIESCILQIAATLVKGRARISFDAKHTSTYSMARAQQSFKSLQQIHAKSGWYTPPKTEG             
>Cele_F26H9_7                                                                   
MSDQPGTSRPPLRAEPTPTKSKCFSNQLNSKETATRRRARPIAIPSDETPRNEVTFLRPSEVPQRKPLPEYREPQPRKTV
PKNVPLEDLHNYHREECLNVSIPHFINTEDLIKESQRVNGLISFRSTNFVDPSVILKEIKKKEEETVTLMDNDKNSIIDI
VGDGINYEKLKKVEKSLCQIDIITEFMNRSRHLQGKKVNGCIMRIDETKQLLFHVIIDGPVGSIYEGGTFFADINIQPYQ
NHSLIPRVCFHTFIFHPNLGKYGNWDMRGIQWERRSNLEVLYNFIVEGMRNVKYDIERRNLAQLEDMSQPNISRLAKEDW
PKFERTAREFVMKMAGGTINGRKTIFAETKKRRRQDFLDEDIDVIGIS                                
>Cele_F29B9_6_1                                                                 
MSGIAAGRLAEERKHWRKDHPFGFIAKPVKNADGTLNLFNWECAIPGRKDTIWEGGLYRIRMLFKDDFPSTPPKCKFEPP
LFHPNVYPSGTVCLSLLDENKDWKPSISIKQLLIGIQDLLNHPNIEDPAQAEAYQIYCQNRAEYEKRVKKEAVKYAAELV
QKQMLE                                                                          
>Cele_F39B2_2_1                                                                 
MVDVPRNFRLLEELEEGQKGKGDGNISWGLEDDSDMTLTRWTASIIGPPRTPYESRIYNLQIQCGGNYPREPPTVRFTTK
VHMVGVNQSNGVIDKRNLTTLRNWSNSYMIKTVLEDIRKNMMMAKENLKLQQPAEGAMF                     
>Cele_F40G9_3_1                                                                 
MSNIAFNRLQRECKEVVTNSEISETGIMIEILNENLTEIKGHIRGPPDTPYAGGMFDLDIKIPDQYPFSPPNVKFSTKIW
HPNVSSQTGVICLDILKDQWAASLTLRTVLLSIQALMCTPEPKDPQDAVVAKQYMEKPAVFKATAEYWTTKFAKGAVKNA
GYQALVDKLKDMGVREEEAVSVLSCNNWDINRSTVYIFS                                         
>Cele_F49E12_4                                                                  
MSTLQAAAHGRIVQLSRIRKEIADLAKNKRRFIKDFRKIEKCKDIFQFKIIGDGVLYKNMIFTLTLDVNVEYPFKPPYLK
FCHNVYHPNVDPVTCELCSPMLLQENWKPETTMEDVLLNLIVLLNEPDLSRPVNIDAAHDYIHNKVEFVKKSTELAKKWN
>Cele_F52C6_12_1                                                                



MALKRIQKELHDLGRDPPAQCSTGSVGDDLYHWQATIMGPPESPYQGGIFFLTITSRQTIHSNHQRLISPLEFAIRTS  
>Cele_F56D2_4                                                                   
MRRRSNRQYVDLSYFRETADALLFDVETNSREFTNEINTVKEEKAKWDERTPQGYTAKPISFEGADIWCSWICTVPGPRG
SPWEGGEYEVSVNFHKWPIIPPICEFKTPLHHPNVDLRGSIYLKMLEQEHWSSETSLKKLLREISNLLATPDLTQAANIE
AWMEYENQRENYEAKARAYAWTVNPNAVGYMEVSENSGIQRETAKAKLAVQNGAMESDEDDDDLPIDIEN          
>Cele_F58A4_10_1                                                                
MEQSSLLLKKQLADMRRVPVDGFSAGLVDDNDIYKWEVLVIGPPDTLYEGGFFKAILDFPRDYPQKPPKMKFISEIWHPN
IDKEGNVCISILHDPGDDKWGYERPEERWLPVHTVETILLSVISMLTDPNFESPANVDAAKMQRENYAEFKKKVAQCVRR
SQEE                                                                            
>Cele_M7_1_1                                                                    
MALKRIQKELQDLGRDPPAQCSAGPVGDDLFHWQATIMGPPESPYQGGVFFLTIHFPTDYPFKPPKVAFTTRIYHPNINS
NGSICLDILRSQWSPALTISKVLLSICSLLCDPNPDDPLVPEIARIYKTDRERYNQLAREWTQKYAM             
>Cele_R01H2_6_1                                                                 
MSATRRLQKELGDLKNCGVKAYENVECEETNLLKWTVLLIPDKEPYNKGAFKVGITFPVDYPFKPPKVAFETKIYHPNVD
EEGKFCLPIVTAENWKPATKTEQVMMALLSLINEPEPSHPIRADVAEEFQKDHKKFMKTAEEHTRKHAEKRPE       
>Cele_R09B3_4                                                                   
MFNLQKRINGNNEDGRYLETRIAVRDKLLAQELQQLETALRDQKQKLWHLEVPSTSCLHELELTVTPQEGIYRGGKFRFK
ITVPPEYNNVPPVVKCLTKVWHPNINEDGSICLSILRQNSLDQYGWRPTRNLTDVVHGLVSLFNDLMDFNDALNIQAAQM
WSQNRESFNHRVREYISRYC                                                            
>Cele_Y110A2AM_3                                                                
MTSGVSTVALQRLKKDYQRLLKEPVPFMKAAPLETNILEWRYIIIGAPKTPYEGGIYMGKLLFPKDFPFKPPAILMLTPN
GRFQTNTRLCLSISDYHPDTWNPAWTVSTIITGLMSFMNDNQPTLGSLVTSESERKLLAKKSKQWNLKDKSFCALFPEEA
DQIREEMEKMNQQELDSIREEETAIKNRYGLKKHGKSPEIWAF                                     
>Cele_Y110A2AR_2                                                                
MLNLGPGVSVPAAGTASSSAVRRLQKDYAKLMQDPVDGIKALPNEDNILEWHYCLRGSPDTPFYGGYYWGKVIFKENFPW
SPPAITMITPNGRFQTNTRLCLSISDYHPESWNPGWTVSAILIGLHSFMNENSPAAGSIAGTPQDQRMYAAASKEFNVKV
YNWNLAGNPHCNFFLTRDEEKWFLGHGRGADKFHRPFILLCFPPVFFCFSSIFPVFSY                      
>Cele_Y54E5B_4_1                                                                
MSDAATRRLMKELAQLKSEAPEGLLVDNTSTSNDLKQWKIGVVGAEGTLYAGEVFMLQFTFGPQYPFNSPEVMFVGETIP
AHPHIYSNGHICLSILSDDWTPALSVQSVCLSILSMLSSSKEKKHPIDDAIYVRTCSKNPSKTRWWFHDDSV        
>Cele_Y54G2A_31                                                                 
MAGQLPRRIIKETQRLLADPVPGISANPDESNARYFHVMIAGPDDSPFAGGVFKLELFLPEEYPMAAPKVRFMTKIYHPN
IDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPEDPLATDVAEQWKTNEAEAIKTAKQWTMNYAQA         
>Cele_Y69H2_6                                                                   
MEENQEKLEKSLKIPGNILKEQALAAEFVEVCRAPIDGIFVSPSANNKFLWFGVIFVRKGIFGGGIFRFNIHIPLEFPDA
SDLPRVIFEQSNLFHPLICTKSKELCLNRSFPEGWKKEKHSLRRVLVVLQRSFYSYDVDTDKCINPEASVLYKEHRDKFR
EIAKECVEASRSMVYDELAEQEHDPNGIRLLPWDALTHKAAREKMLQIGDNSRFQGTAADFRREHIFSKMGLQVSEIVGK
SYPNSYSWFDPAEMTVITKYDDVDLSQVNPSDSARLDREKHGIEPLDLGNLN                            
>Cele_Y71G12B_15_1                                                              
MDSKASTSSGALRALTMELKNLQSQPVEGFTIDVNEDNLFVWTVGIYGPPKTLYQGGYFKASIRFPSNYPYSPPSMKFTT
KVWHPNVYENGDLCISILHSPIDDPQSGELACERWNPTQSVRTILLSVISLLNEPNTSSPANVDASVMYRKWKEDQDPEY
AKIVTKQVEESKKVAQKDGIQVPETIEEYCVKWAPPQQDDVFDDIDYNDDFGCDYDDDEEEEDEDECGSDYNDDDEDSGQ
GEN                                                                             
>Cele_Y87G2A_9_1                                                                
MAGYALKRLMTEYKELTTRPPEGIIAAPIDEDNFFEWECLITGPEETCFANGVFPARITFPQDYPLSPPKMRFTCGIFHP
NIYADGRVCISILHAPGDDPTGYELSNERWSPVQSIEKILLSVVSMLAEPNDESPANVSAAKMWREDRAQFEKIADSLVR
KTLCLPASEV                                                                      
>Cele_Y94H6A_6                                                                  
MTSATAIGKRRIDCDVVKLISHNHEVQIVNGCSEFIVRFHGPKDTAYENGVWRIRVDMPDKYPFKSPSIGFLNKIFHPNI
DEASGTVCLDVINQAWTALYDLTNIFDTFLPQLLTYPNAADPLNGEAARLYIHKPEEYRRTCREYVMRFASEHRAIEGCS
PGNAYSISSTPSEHYDGHPQDDDDESCSSMSEFDESEVNFDDFDADDTMTATKCKYLFSSI                   
>Ctel_19728                                                                     
MAGSALKRLMAEYKQLTLNPPEGIVAGPVNEDNFFEWEALITGPEDTCFEGGVFPARLTFPSDYPLSPPKMKFSCDIFHP
NIYADGRVCISILHAPGDDPMGYESSAERWSPVQSVEKILLSVVSMLAEPNDESAANVDAAKTWREDREKFNDIAHSTVR
KSIGL*                                                                          
>Ctel_164588                                                                    
MQSQYSLRSPAVKRLMKEAQELREPTEQFHAHPLEDNLFEWHFSIRGPEDSEFEGGIYHGRILLPPDYPMKPPSIILLTP
NGRFDVFKKICLSISGHHPESWQPSWSIRTALLAIIGFMPTHGNGAIGSLDYTTDERKRLAKKSADLVLCVMLILFLLCN
SDHKSLSAQNVVQLRIC*                                                              
>Ctel_211499                                                                    
MALKRINKELQDMSKDPPSGCSAGPVGEDLFHWQATIMGPQDTVYHGGVFFLTIHFPTDYPFKPPKVSFTTRIYHPNINS
NGSICLDILRAQWSPALTISKVLLSIASLLTDPNPEDPLVPEIARIYKTDRDRYDALAKEWTAKFAM*            



>Ctel_223860                                                                    
MADSDDWFVSEDGCISIGQPSKAVAYHPNLNAILVTTKEPALRILDVTSGSLLQTSSLSADVADEVKTAYFPAKDRVVFG
SSHAVGTRRDLNGILLLDTALQTPVTKSDDVVAIELPLPEATHLFKALVEAELSGVDYVEEVMKELEKEVVRVQNLAKQN
HKVAKWACVCLKLPHCALKAVCSGLVSELRPQKNVPGLSVASSVIDRLGYLLPSNQLENVAGQVDRTLMYSEAARLETFL
KWPHMNYKWALPDPMAQAGFYHQPSSAGDDRAMCFTCNVCLVCWEPTDEPWSEHERHSPTCPFVKGEYTQNVPMSITYAT
EPAQLHGAPSDLIECISATSSDEFFATSGLHGDVVVWSMKQLLQKHIEFNIDPWEPVIAGKMGSCGWTMQPTWEEPQPTT
LPSEELAPPDIDAEHSPSVEDVLLSSAPVPNGLLEGDSESKTEIIEVGGAWKKPSSEIPLQDFEPAPEPFQRCRPSQDVL
VSSLCLLGALKHDDKCKVDAVPGRAALVSGLTIRHSTVSVTDIHCDDNQSEVQAMNEVNQAISSAGSPPQIIADHLSPNP
CSLRFETYLLVHDFGHKPSCNQKRRAPVTPVTKPPPAGDTNKSTPLTTQDLKEAYIPMPSMEIAEDPDPDVQIIGFTPPP
GEESPNPEFGFQVQKLPSPAPNSKFSTLAQKCTSMKVRPKSCKVVQCLQLPLELGSHQYISHIVPSHDLVMVVTAHRMYH
EKLSSMCNDVDGQGPANEAVTQGALLLYKAQPEFGLMTLEEKPRVVCVLETGKDRVVSVSMLPAEMNCTPEDEDSTPDDP
QLKASPVHGGQMAVATAAGEVKVIELNSLLVKAVIKPPEGSKFVCACYCAGIDRLCCLSEEGKLHFYIIGPHEWHVDDVD
FNAASLDVSFPKSVGPGEDAIDGAPSATVPGDSPRFDDLLVQQPLTSDVLSMLHDLTRFENLVPRFSATVPPCWSEIQQE
QQQRRHPQHLHQHGEATQHTRTWRLQPDNTSWEEHLIELVLPRPTCVGHIDLKFMLHPMCTSLPHIQVTLLKQSISNIGR
IISLSSEESKGNDGKEFCENSADEDKMFSQNVLPEFLEKNFARVICGPVDLVNFVEFSGDSGVVTLTSPQLLKVKSKSFL
IHLKALPSKKKQATKKEKSSASNSRDMKHTKSFPVQVAPSAGSAVEQAASKQKLENIKGCDWLQEISVTIRRSSKSSVPQ
DRLQRYAMLESSPFHGQLVQIACGVNDGECEHGMEEEYRQRIALTILTWIIAIHMNTVNNRSDCCSCPISSELIGYCRTE
ENSILLTIQAHLQPLVMGCFMQSGRSMAHQASRLISLCIEYAKNLPDGTVAPAFIMALLHALLECLPHVESAKSAGSLHW
FFILLNSVKSLDSGATGQKCADVLLQVAKHHSKRANHQHTILRSRFGLYGCPLDPELFDIDQAGDFPKSADTSSSLSANT
CNAPQSNITSIPTSGFETTSIPTSTMGLSYASVVATNAASVAPGNSGQPVQKDFSDIMRLLSNDKNSKVSTEDASRHLMG
LLEVEPLHFTCHATSDATRMERLSTGSSPASNSSSNLPSTIAKYYSSLEGKLKLIKQQHKKYPAEDNTKETHSAKYHPLL
SEIEQKLTEPPKNSQTATLYPPFQFIPPTPKNTPFFMTPPVTPPNENSSLYVGATQDPGKPPSGKDSASAAKLPSGEVGP
EKRLPVMYSQAHCLFQSPPSQALVIERMHAGARRFVVLDFEHPVLLTDVVIPACADLASISVDIWVAGEEVDGQRLVLSS
DIGLRSLILSDIMPPPICQFLKGQRPASSVSSSPVDDPPAVAKEITCCPDQPRILSQLSCYMAILEDIQCRYSLACNRLT
SLLAQTESANTSTAQHSFSKRSDVSTPKIHEAYQDCMQLQLQVNLARRAIERLRKALGLKDHEAERPQALARASTDKLRV
LSELLLNTLLSITNPSFSIPQVPMSLYSVFTPQSAETLFRHLCIAGTRRMQLHTGVLLARVCGKHAWWGTFLGNLLCEFF
SSDQGLMFPQDRVFLLITALGQKSLCSSVKTEPQSSATQVFESVLMLLARLLAPLIQDPGQNAVHLDLSLISWVLLFLSK
CFDSLPPADESNREKDVTLFSIAAPASSRWDFIQGASALHSTWTTKTSSKLYRRKLHKRLIHHKQQLLDLQQTKKSTQWL
MEKLYHNQPEMYPSVAASIQAKDIDVDATIKAQDFDFKLEFKQFCSKLRDTRHTFKDIIKNRKPREGSTNEHDSTTEGAT
AADEGCLNIAREKCIPVVRGLMMLLLSMDFSCHVDLFIIACKVVARISNLTRPAIMLSEMMKQNELESLLLLICSIECNH
SSTSWGGAWAGHAITGLLQDILEGEKLYAMPTESHDVRAGHASTETDPTIGQSVTLPTMEEDSLASSQGASSAGASNTAS
QAADDSLSLDKESSLIMDMLLDDDEFDHLNKLHDYLVTDQMTPSSSFGVTGKPPGSGALGSSASSTAAPGGNDPASWMTI
SPNAIAWYPGAPAYGSVPSNLYDKKKLNMKALRNKLTNLVSKSGSSPQGVSTAIDARLETGVELRAETRLRTMLSLDVES
IQSALSTPLPPASDGAASTHAYSSTDDQQLNDMSLLSSALPQPLQLSTEMLSICFNHLFVQLQMHRVNTEALLTAWLTFS
DEATQDDAACSFDCSSVPSIALSPVAVTSLLNALVLQPAVSLKTWVLAFQVLTLMCNLRCDDDDKWLASVMVSDHNLMRI
LAKFLSSPLVQGASLSSQTFTQIGPTAVKAFHDFLQRLHIRCAEDNESHLKEMLLKLVYSLTSDRGAFQSCLGPVDAQCK
LLECMLEQDIESVDVNNAISVIEAIVLLVNQHLSCQEQVLCHSWTEASVLSNSRACFTSLVPQLDESKSLGEASRNQLMS
SLLKLINKLIQIPMPTRSGGGGGMEEADLSNRSLTDLSKMSQSLGTPGLGMTSTPNMPSATSQSALSQSRTDEQKQQDES
KAPTLNLAQRPLHSCCHTEDKSQTLLCNVILGHQQIMASLLQTLSLCHGGLSKNKMLMDQLTSIDPISVGDGVFQILCTL
NRRATSLQHLLQPLHQFLASDYRGIRMPGANRLSEPLLCFVLHVLDCPNAVRTFLEMGGVDAVCQNLVNTHRRVINTQPS
MISTIMQYLMSKPEATQPVATAAKKTPVVGTDGNEGLQNFAPVGTISSSSPTACPADLLLNASPPHRRARSAAWSYKFYP
DEAWIDLTISLPCAILLKEVRIQPHQTSLSTCPSAVSLELSCDNSAMVPACLPVVTSGLSSVNIQLLKPEVVTSVTVRLH
RPRDTLTIGLSQLLLLGTTAFGEHANQQIVNEDYVAQTSIVWLRLLHHCLTQCPDLSPEVTESASQSQFLLPTLSSLLMS
PSASIYAASIEAVLLKIGLHSSSMGLSLIEHLLRSRAGMDCHSLVPFQNKLRGMANESSVDILFQLGTHQDAATVHRLHA
ILAWLSDSATLAVQRSCAGAGLHERTIDLPSPAPAHIHCIASILWHSRDLATFDLNQVISKDLLSVLYEWSIGLSPSSLL
KRAVDWVMCSLCFIQPSSFSTLMNLSGILLPVAITDDHKDQAALTDDHKADDPSALSLHLELSSSALSESHLSMLAVTCQ
SPEALRLLLDSGFVAVLCQAIYEFCLAQVEALRSPSSSSSSSSSSPDESGLRLEPCHLAPVLLFLAEVAKEVEMKSWLAS
AEGSAFWAILLKMLCASPSTVAYPELDDKRMSQSQRSAIESATVEFFCSVLACHPVSQVQFASVLCDVIRGSGQPRQGLS
GFMRRLFLQVLLEDDKILVEFKNNCQMTKNGEHGATVLHPRYGTGHKHHSINLSLQTNCAEALAKVTTAYGMYSQPLGIP
AAKDDGRKESAQQGIEVVDQLFSLAGMQAKEKRDKAKMPGRPVSRRGHRSEAASRTLIPSRMDLCFSHALFPRQILPKDL
TLSQLMGLLQHRGVAAGQASLQLTISLAKKRPRASAADLAVSQDHDEAEEFESIPNEVLTEAASLPSALQVFASVGGLAL
LARHLPTFYPEVTRQVMPSEGGSKEGNLSTDWVTVESEDIYEDYDSQPSDSSSTLKQNLAMPPSIPPHSLVAFGLFLRLP
GYAEVLLKEKRRAQCLLRLVLGVTDDGEGAHILTSPIASSLPTLPFNVLQSLFDSMPLTTDDGVLLRRMALEIGAVHLVL
ACLSVLSHHAPRQPIPGFHQEIILSATQAALSAASGSQSNPRSFQPGTTAMSAVDDKSQNYWAKGTGFGTGSTASSWDAE
QALLRQRSEEEHVTCLLQVLASYIHPGGHGSSQEQLPSLLAQLLSHSCLVPAISSYLRNDSVLDMARHVPLYRSLLELLR
GLAACTPLVPLLLPLPELSASDSSCSEASTASSVSFLLEKMKMCVDTYASRLKGKSSKDKNKGDSDEESEGLAKLIPDIQ
ETAAIVNAAVTRLQQQQQQESSQSGDKEKSPAVEPSVSRLNRSDEERYMGVMRELQFGMGYELHGRCSMLLFCSDTFEMV
LDDDNGTTKFTVPHHYESQVKAVGEVNNAARARRLAQEAVTLSTSLPLSASSSVFVRCDEERLDVMKVLITGPSDTPYAN
GCFEFDVYFPQDYPNSPPLVNLVTTGNQTVRFNPNLYNDGKVCLSILNTWHGRPEEKWNSHTSSFLQVLVSIQSLILVSE
PYFNEPGYERSRGTPSGIASSKEYDANIRQATVKWGMLEMLKNPVSCFRDVILRHFWLKRNEIISDIQAWIIDLDDNSSD
KRVGRTITHSCLALKRHYKHLLEEFRRMKPMHDMEESQAEQGHPSLEPSSSSQAIAASTEEIDKNIMHELMQMDTQHNFV
IESSSCETSESSSVTCESSEDQTISPSDEKKSPPPPPPPPPPPQTDALQ*                              



>Ctel_103291                                                                    
AELNKHPVEGFSAGLIDDDDIYHWEVLIIGPPDTPFEGGFFKAHLTFPKDYPLKPPKLRFVTDIWHPNIDKTGDVCISIL
HEPGEDKYGYERPEERWLPIHTVETIMVSVISMLTDPNDESPANIDAAKEWRENKSEFRKRVARCVRKSQES*       
>Ctel_193169                                                                    
MSRGTFFGQKARDIQQCLRTIGSFTDGQASIVDWDSDNLSSITVQLRPNSGLYEGGIFNFLIKFPKRYPEMAPRVVCLTN
IFHPNIVMNTSEDTNVCFSLYGEWHEAQHSLDNVINALLFLLNYPNLRDPWSPFIHATMSRKTLKKKVRQSLAGMSLPGI
DLAFQKFIEYDKSLDDLESCDSEYDSHEEDAKVAEDMTYFGSTGEMDTGNTDGREMIVEHQEKEMVNSNHTDRLDDGQKE
AIENDAKEGGIAEEKPEVEDLGREENRTNISTLMVKKRNMLDIKEILVKVDGMVSSLKHEDFVDSCGKYPYLYCGYVQWN
DPPKPEQEVKQNTAQVTEKLTELSTPDTSACELPSEHPAEPAPFEQATTSEHAILSRKDTEVLPENDSASSSNGSSKRCK
SVEDLMQEFPRTLTSVVALSRQETKSIMDIAKTPTAMKRRHSSTGASCSSANKKLRPTEKSASDTSVSCDRSSLVVTPDP
*                                                                               
>Ctel_171745                                                                    
MACLARLKEDIKLLCSLFSKQHCRFQIVTASVDEVCCRFITRTCEKISVNANITETYPQTAPIWFSESDDSLVSTAIERL
CDTSSRNFNICRQISILLTDLCQLYGVSVPEEVVTLDQHYASHQVAIVRRHTTEEEEEEEDDDMETEEDFHYELEEESSE
NKSKEDNEGIATHNVMRLERLKQSQRQDYLHGSVSGSIQATDRLMKELRALYKSDSYKCGTYDLELVNDSLYEWNIMLYK
VDPDSLLYNDMALYKEKEGRDHILLSFTYKDSFPFEPPFVRVVQPIVSGGYVLGGGAICMELLTKQGWSSAYSLESVVLQ
IAATLVKGKARIQFGASKVQQSSPNLYKYFSTRFHSQAQYSLARAQQSFKSLVQIHEKNGWFTPPKEDG*          
>Ctel_21101                                                                     
MSGIALGRLSEERKAWRKDHPFGFVARPTKATDGTLNLMNWECAIPGKKGTAWEGGLYKLRMLFKDDYPSSPPKCKFEPP
LFHPNVYPSGTVCLSLLDEEKDWRPAVTIKMILLGIQELLNEPNIKDPAQAEAYTIYCQNRVEYDKRVKEQSLRFPDPSL
K*                                                                              
>Ctel_21008                                                                     
MFRMSDLDKLSVADLQAKKRAMGERTSPVEASRPKQLPSTPDPTALNASKTQSYGTFLTEYSLMAEYNLLMKKKLPGVYA
IPSYKSPLVWFGVLFIRQGLYQEGVFKFTVYIPENYPDGECPRLIFDQCVYNPSVHPQTGELDVAKTYPKWRKGVNHLWE
VLLLARRVFHKIETKDATNTDAAALYDSDLPKFREKVAETINLCKEKIYDPPLMEDPHAIRFSSWEPEVHEESRRKMLTP
KERSLSCSGLTKNAQSSGLSWLRPDSRATHPEENGTS*                                          
>Ctel_224111                                                                    
MAAAASRIFEEDEVSLSTANGLRCGLVLESAQYFSSDEEEDNSYFDRLKKGTIRVAWHPDGEEEVTPETKVQLTDRSLMP
GDVVRRLVEGRESQKGFVTGTKVKCHVQILGRNRVICDIDSRHLVPLKFWDTEPGDIYLDSWVGKIESIVESVTLKFPDG
ARCVVDDQKFYDQLCMFEDPMESRDRDSEFCMNEFYCGQQLNGYLRNLDGATWLKTTKKHCPQATKKAGIKEIRVTVESV
EAKSIDVHWLCQGFTGNQESKMSSPPAKLNQEDIKRLKKLDCFKSSSTQIGEKAFYTIRPHDNILAVHPKGKQSLVSYIL
QSDLLQCKEQQMNMRNQLAKEEDEEEGEEEEEEREGEGQKEEEAVVDNEEEEKEEEEADDEGDAYSSDSSEGDGGGAKKK
RSVRKHHHHAGGSVQTRRLHKKRRQRLNRKRTRVEPHQGRVGETLPVEVIYTASAADIMWQNGTLETDIPSTDLFPIHHL
DELEFFPGDYVTSADPTDMDVYGVVEKVNHTERTCIVHWIQPSSVEAQSTSQKVPETVSTEELSVYDLKDHALYKFRPGH
LVVRVAASPGDVIDGPLERAAAGQVFSLAVDGRLKVQWADNSTSFCFPQELYLISEEWSDDSDSDSDSSSSSSGEESENS
SWETESENTGSDDGSAIDECYQWILTGFNSPFSDKENEVAAFQKAELDCHLGFSRSTLTKLEQLLAEEGRLEPQHIIHSF
KEILHIHRSCGKLDRLLSTKYFDSEALIDVIANVRSELKIEKTLKVAKQVMDMINNSENKEDEGEEEKKKKEEEEEEERS
KRAKELCQAACSLLKDQISNVCKNYDIAAVELREEESPCTPSKAKPNLDLDITKCSEASADDAMETLLKTPVTPQTPADV
RAKLQLNFDGFQMIEEVPDGHNFKKTTHEARSSSQFLTSIRKELKLLKTSLPQGISVRGFEDRMDLFSVMIEGPSHTPYE
DGLFIFDVQLGSDYPESPPSVHYISFCTERLNPNLYEEGKVCVSLLGTWTGRGTEVWSSKSSLLQVIISIQGLILVSEPY
YNEAGYEKQRGCQQAHENSRMYNEMAILKMVQSMARMALQSNPVFQDEIKEFLQSHGPRMYKRLSSWMTAENPDGASCPD
PSLPDFPLLPLSRGFLLSLKRALSQLKTNLATLNVVVE*                                         
>Ctel_118414                                                                    
DMSVNQQRKKAMRRLALDLEELTSSPVQGVSASPLDDDLFEWHCNIDMADTIWHLILFFPDNYPYSSPSAEFLPPGFQYT
GGSSTSGRKGVKVCLSIFSDYENYHREWANETAYGWTAAYSVQTVLLNLLTHLGE                         
>Ctel_183711                                                                    
MAQSPTSSAIRALQLELKKIQEEPVEGFRVTLPDDENIFEWCVAIFGPPSTLYEAGYFKALMKFPNDYPYSPPSVRFLTK
MWHPNVYESGEVCISILHPPVDDPQSGELPSERWNPTQNVRTILLSIISLLNEPNTSSPANVDASVMFRRWRDSKHKDKE
YETIIRKQVSQTKLEAERDGVVVPTTLQEYCVMAAPRPSSQSMDVADFYDDDYYDDDMDDDDDDDNVCYDESDSGHGDS*
>Ctel_152679                                                                    
MNSWKCTQGNLENVSPQIIRQVAKEIGDLQKEPPEGIKIIPNDEDLTDLQAAIEGPAGTPYAGGYFRVKLVLGKSFPSEP
PKGFFLTKIFHPNVAKNGEICVNTLKKDWKAEYGIKHILLTVKCLLIVPNAESALNEEAGKMLLEQYDDYSMRAKMYTDI
HAKPPRSSKDDSSEGPLAKKHAGDKKLLEKKKKEKKKTLKRL*                                     
>Ctel_227297                                                                    
MASMEKRLQKELQALQRDPPVGVKVDTDKLTSNLSEWTVNLTGAPGTLYEGENFVLHFKFGSRYPFDSPQVIFGGANIPV
HPHVYSNGHICLSILTEDWSPALSVQSVCLSIVSMLSSCKEKKRPPDNAIYVKTCSKNPKKTRWWYHDDQV*        
>Ctel_169748                                                                    
MAAGIGDPLAMNLGGPSSSNDVADDGDVFHPSKVPVLWDPVLSQDWDLVKPTEQCFLRIKRDIMNIYKDPPPGMCICPDN
EDLTLIHALITGPFDTPYEGGYFYFLIRCPPDYPIHAPRVRLMTTGEGRVRFNPNLYRNGKVCLSILGTWTGPAWSPAGS
ISSVLISIQSLLNEKPYHNEPGYEQERNSGDVERYNHIIRHETLRVAVCDMLEGRCKCPPHLREVMEQAFPDYCDYYETT
CTSNMHLNKTAMLDPFGEKRGHFDYAAILKRIQNLRTKYGKSDDSDDSELDEDDSDLDTDNRS*                
>Ctel_18565                                                                     



MATSSGGDSQEGWLFLVASGSGDGSVSWGLENEDDMDLRVWTGTIIGPPRTTYEGRIYNLRIECGDDYPQRPPNVWFITR
INMKGIDHMGKVCSRDVPILCKWQNSYTMATLLRDLRRSMTLKENLKLPQPPEGSTY*                      
>Ctel_205058                                                                    
MLTLKKKIEDQKSKQQGVTESRVSIRDSLLVKEVQEMELQLPRNNRVLFEDPNKLHSFTLSIVPDDGYWQGGRFKFHIEV
PEDYNIVPPKVKCSTRIWHPNINEDGEVCLSLLRESSLDSMGWAPTRRLKDITWGLNSLFSDLLNFEDPLNVAAAEHYER
DKESFVAKVKEYVQRYAKR*                                                            
>Ctel_223360                                                                    
MASTSRRREVAEETGKKTLSTSAKRIQKELAEITLDPPPNCSAGPKGDNLYEWVSTILGPPGSVYEGGVFFLDIHFTQDY
PFKPPKVVFRTRIYHCNINSQGAICLDILKDNWSPALTISKVLLSICSLLTDCNPRDPLVGSIAQQYLSNRDEHDRIAKL
WTKRYAT*                                                                        
>Ctel_220586                                                                    
MATSEASELPKEFLSSKLSACSVCQGYYGPNFGWPVCNTCHLFLFAADINTLSHHAQFAEKTDSGDSGTEEPNEETDFYM
KPQTKASERTMVPTTAVRGDRLAERITNLSCPREYQSEKLDDGLIDSLPPEVLLNVFRFLDDISLWSAGKVCNRWRQLLE
AETSDDCWRRFIQLRWPLFHPVYKVECWRTVFSRLLESAPCLFCLESMMLQSHQAVEENSWRHRRLRIELKTLRADPPEG
IQAIPLDRQRCHWQACITGPQGSPYQGGLFYLYVQIPNNYPMRPPVVRFITKIFHPNISWHGDVGLDSIQHNWSLALTLS
KVLISIQSLLTDPYCHVCMLPAAATLFTKQRPLFDQIARIWTWKYAMHDYIKPSKLSLINVL*                 
>Ctel_150271                                                                    
MANIAVARIKREFKEVVKSEEVAKCHIKVELVDDSFTSLRGEILGPPDTPYEGGTFILDIRIPETYPFNPPKVQFLTKIW
HPNISSVTGAICLDILKDQWAAAMTLRTVLLSLQALLAAPEPDDPQDAVVARQYKETSDIFSQTARHWASNYASAPHREP
VMDDKVAQLKNMGFDEHKARVALSTHNWDIEQAMENILS*                                        
>Ctel_209600                                                                    
MSRGSFFGQKAKDIQRCIRNIHSFSDGQAAILDWDDENLCSITIQLMPKDGLYEGGRFDFLIKFPERYPEAQPRLTCLTN
IYHPNINMEYINEENGNVCLSLIDDWAQARHGLEDVINSLLFLLNYPNLRDPWAPFIDTSMSRRVFKKKVRQSLAGMRLD
RVEMAFTKFVEYDKSLDKYDSDYESDYGSVEDDDELANIDMDFFINGNPGADEEGRVTEDAEKLEREEKEGGSSDQRETE
EERDGTNGKAEEKNSEEIGGEMDEEKEISEEKIEDGEEKEEKTEENNEAEVKSTNQECEPLSEAKSKDPLDISQLLDKVG
AIVTDLIDKDFVDEDGKGPCLFNEDVSCSGASDPVESAEEQTQSSDEEAQSNEEKTQSSDEEAQSNEELVGATTSGAVAL
SRQDTKILPVDKTIACASRGKRCMSVDALMKQFPRRALTSFVALSRQETKCVLRILKTMKRLNSQGNVPSAPLMKKRKFT
V*                                                                              
>Ctel_199007                                                                    
MSRGSFFGQKAKDIQRCMRNIHSFTDGQAVVLDWDADNLQSITIQLRPNDGIFQGGRFDFLIKFADRYPEVAPKLNCLTN
IYHPNINMEYKTDAEGNVCLSLFDDWSQARHGLEDVINSLLFLLNYPNLRDPWPTFISPSMSRRTFKKKVRQSLAGMRLD
GVEMAFTKFVEYDKSLDKYDSDYESDYGSDADSEDDMAKVDMEFFMNGNLGRREEKMEVEEEMEGKGGEKKDEEAEGAKE
QSREKELTNCAEENGERKEGEDGKRTENDQEMTDRTEREDGDEKSENAEKKSEKEEEKIEIDDEKNGKIENVEEKNEKNE
NSAEKSENSQEKSENAEEKSENLEERSENADERNGISAEKIGNIEHSNDNAEKKFENNENTEEKVENAEKKIENGEEKIE
IIENAEEENENTEDKIENAGKEGEEAMDESQEPKEPLDISELLNKVEAIVTSLKSEDFVDEAGNSPDLFSEDVSCSGTSD
PVQSNEEQSQSNEEKTQSNEEQTQSKEESVEATTSGAVTLSRQDTKVLPDDKTAARSSRGSTKRCMSVDALMKQFPRRAL
TSFVALSRQETKCVLKLSKTMKRLHSQRTDCGEPSSKKPRLSGSTANCTNDGASDAEPVKYWAILDHKIDNPT*      
>Ctel_94969                                                                     
FQGISARPLTEDNIFEWTAQIAGLQLTSWQGGIFRLYIKFNEHYNSQPPEICFHTIPFHPNVDAVTGKPCLNLLMNPDEW
NENISITDILKAIQVFTEISVLCQHAVLFSSQSMLVEPSLTEAVNQEALDLLLYSPHAYNQMIQNCVSASLRVNGTTDLR
SLYD*                                                                           
>Ctel_130972                                                                    
MSSPSPGKRRMDTDVVKLIESKHEVTILGGLNEFIVKFFGPQGTPYEGGVWKVRVDLPEKYPFKSPSIGFMNRIYHPNID
EVSGTVCLDVINQAWTALYDLSNIFESFLPQLLTYPNPIDPLNGDAAALYLHKPEDYKRKVSEYVRKYATEAALREQEDV
SSSSESSMSDFSEDEAQDMEL*                                                          
>Ctel_153554                                                                    
MAATRRLGKELSDIRTSGQKVFRDIIVDESNILQWNGLIVPENPPYNKGAFRIRIDFPAEYPFKPPKITFQTRIYHPNID
EKGQVCLPIISAENWKPATKTDQVIQSLVALVNDPEPEHPLRGELAEEYTKDRKKFMKNAEEFTKKYSEKRPSD*     
>Ctel_31902                                                                     
MAQRRITKELKDFSLDPPALCSAGPVGDDLFHWQATIIGPHETPYAGGVFFLSIHFPIDYPFKPPRVAFTTRIYHPNINS
NGSICLDILREQWSPALTVSKVLLSICSLLADP                                               
>Ctel_166298                                                                    
MSTPARRRLMRDFKRLQEDPPAGVSGAPTDNNIMLWNAVIFGPDDTPFEDGTFKLTIEFTEEYPNKPATVRFVSKMFHPN
VYADGSICLDILQNRWSPTYDVSAILTSIQSLLDEPNPNSPANNVAAQLYQENRREYEKRVRVIVEESWMC*        
>Ctel_149080                                                                    
MIKLFSLKGQQKDGAANSKSGMGPKKASAAQLRITKDINELNLPKTCLTEFPDPDDLLTFKLIICPDEGFYKGGRFTFSF
KVGQGYPHEPPKVKCDTMVYHPNIDLEGNVCLNILREDWKPVLTISSIVYGLQFLFLEPNPEDPLNKDAAEVLQNNRRLF
EQNVAKAMRGGYVGTTYFERCLK*                                                        
>Ctel_158723                                                                    
MQKNTRMKREMSMLLSNPPHGISCWSKGDTLEQLEAQILGADDTPYHGGVFKLEIHIPDRYPFEPPKVRFITPIYHPNID
NAGRICLDSLKMPPKGNWTPALNLSTLLTTVQQLMAEPNPDDPLMTDIANEFRYKKAQFETKAKDWTTKHAMQKKDETVS
KSADSSSDDSLSDDDNDPRVTNLKRSFGECSETNVHAKRSKENITS*                                 



>Ctel_17752                                                                     
MSRKRTDNTAYARLRQDYLRLKRDPVPYITAEPLPANILEWHYVVRGPEKSPYEGGYYHGKLMFPREFPFKPPSIYIITP
NGRFKVNTRLCLSISDFHPDTWNPAWSVATILTGLLSFMLEKAPTLGSVETSDYTKRQLAVNSGPFNLKDQVFCELFPDV
VKDIEMQLKAQEEELRKSSLASTSLVGSRASGLQGPVVGGGGQGMLSSTLTNLFVIVGFAAFAYTVKYVLRSIVD*    
>Ctel_21625                                                                     
MSAPGGLPRRIIKETQRLKAEPVPGIEATPDESNARYFHVIVNGPKDSPYEGGTFKLELFLPEEYPMLAPKVRFMTKIYH
PNIDKLGRICLDILKEKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAEQWKIDEVRAISTAREWTEKFARK*      
>Ctel_103167                                                                    
EILGADDTPYHGGVFKLEIHIPDRYPFEPPKVRFITPIYHPNIDNAGRICLDSLKMPPKGNWTPALNLSTLLTTVQQLMA
EPNPDDPLMTDIANEFRYKKAQFETKAKDWTTKHAMQKKVICS*                                    
>Ctel_168305                                                                    
MATQNVDPASSVNRSKTMDDSSKVAGDKHSVTKRLQKELMTLMMNPDKTISAFPEGDNLFRWKGTIHGASSTVFENLEYK
LSFEFPGNYPYAAPTVKFETPIYHPNVDQHGNICLDILKEKWSALYDVRTVLLSIQSLLGEPNNDSPLNVQAAEMWANKS
LYKKVLLEKYQKEVLQKS*                                                             
>Ctel_148921                                                                    
MALKRINKELQDITRDPPAGCSAGPVGEDLFHWQATIMGPQDTVYQGGVFFLTIHFPTDYPFKPPKLSFTTRIYHPNINS
NGSICLDILRSQWSPALTISKVLLSIASLLTDPNPEDPLVPEIARIYKTDRARYDTLAKEWTMKFATAL*          
>Ctel_195632                                                                    
MASASDDASAKFISEFELWQERTASEIIFLLETKYLGDGLVQLHLLMAGEYEFRLDLPSGSALHNSGISLEADPAIRKWS
SALKEYLSQESNSLSLSQVLDMAVELYSLNGIHRKSISEDDVTEEDEEMDDFDDHLVMSLSDEDDASFTTEWELTMARRK
KRWVQKEVEIREKLKKDKLGPYQSDLALHATGQEKEMARQIFTSSAASGILTNDLVRIMENQKVIGLTADPVDDNIYQWC
VKLFDFLPESELSADLEDIQAKYDYNYIELQLDFAIDLYPFYPPLVKVIRPLLQGSMMQRVTNMEMLKLSYWNPAKDMKG
VLSDIKVFLQQWARLEVNSERNDRKRFPFGSYVDIEHHLLRLALVSEVNPRANIKYHLDVERPPDMRPNPLPPASPPNPR
QDGKNGGGGKKKDQYWAAGTGYGHHNRPEWDMTAYIAAQKEKDKQIEMVLHKILQELKKLYANHAPQLKPRSRNTGDSPP
GGACAGDTVPTESVDPVEDMFNILEGSALVPFLESYLRADSFLEICRHTPVYKVIVDVIKEIALQPQLVPLLCLLTDQPS
SIYQLLSTLEQKACALLQHICKAGNGSIPKPPKKEHNIFSKKGRERPAYQLENMAGMADVQASYSAEEKLAREFQGLFKD
VSDALKRLGLDPEKQPENPSLDSEVMEINIVTDELAVLEARYKKVMECLQFLAMDVDLEGASTHHYVKEFKKQDTMASPS
QALVFRIAQELTSLSTSLPLNLSSGIFVRTDDDKLTLMKALITGPEGTPYSGGCFHFDIYFQGNYPRVPPMVNLQTTGGG
IVRFNPNLYNCGKVCLSLLGTWEGQQGEQWNETTSTLLQVLVSIQSLILVPEPYFNEPGYEQEIGTEPGRRHSNDYNLDV
QINTIKYAMIGQLQNPSHGFEDVIKAHFYLKKERILQEVEDWVQTSKSSKLERAYQNLRQELQKLDPPPNVANLFQQQFA
VTKKQLFTQEISFKMIFLFCFQLRAFTEMSRYALSSLLPSMACNRNLQCARPMPMKPTKASLKASSSQLS*         
>Ctel_224192                                                                    
MLAPKVRFMTKIYHPNIDKLGRICLDILKVYRMSEVVKKIRTEDGGEASTSVSSEADSPTRKVAAPESDKRLQEKDCGIT
EYISQHKGFSGVIKQRYSDFQVNEVGLDGSVVHLTDVSAPKCDVKEAEEPQDETPSVLSEEQLKELRALSEGKDADASVF
IRVGDDKAERSQVHKAIRSLFSNLDSLTEADESGARVIKVIVTNHKKCKDKRFLRNNWPSTRPVYCHFVLYKENKDTMEA
VNVLAKLSKSVKLHGVSSRDSIRILTPDDVADFHITDVVLPLPGHDVQLPGNEVSDWYLQLLAADELSMQHFKHKVRDYC
MPGEQRHIVVSPGELEWSTVHYNDVTLPLTLSDAERLDGKTLPPPLTEGKYKALVVEFTLSPSSYATMALREIFKEDTSS
AHQTTLNVS*                                                                      
>Lgig_98196                                                                     
DMNDIKVVLKPDDGPYRGGAFVFQIKINPETYESKGPEVQCLTHVYHPNIDTEKGVDYENFGEISNVCLNMLKDWQPSFH
LDGLINGLLFLFHQPNLDDPYSSYFEYNVSMDDFEKNVRKSLLG                                    
>Lgig_110263                                                                    
MSGIALGRLAEERKAWRKDHPFGFVAKPVKNPDGSLNLLNWECKIPGKKGTPWEGGLYSLRMLFKEDYPSTPPKCKFEPP
LFHPNVYPSGTVCLSLLDEDKDWRPAVTIRQILLGIQELLNEPNIKDPAQAEAYTIYCQNRDAYEKRVRAQAIKLLDDSG
GI*                                                                             
>Lgig_115921                                                                    
MAAASSEEPFNTFADAVETVELTVQTGPGWDPSLSGDWDKVKASPQCIMRIKRDIMTIYKEPPPGMFIVPDKDDLTIIHS
LITGPFDTPYEGGFFYFLIRCPPDYPIRPPRVKLMTTGDGRVRFNPNLYKNGKVCLSILGTWSGPAWSPAQSLSTILMSI
QSLMNEKPYHNEPGFETERNAGDAKRYNDIICHETIRIAVCDMLMGKIHCPDALREVMEKSFPNYYDYYEGVCHSCKNKQ
GQSMQDPFGEKRGTFDYETLLNKLKMIKSKLSEKNDSSDDMDDGTDSDMDTSAPSTS*                      
>Lgig_122144                                                                    
MMKTNRMNRELKAFGENPPFGISCWRSENSTAELEAQILGGEGTPYEKGVFKLEIDVPDKYPLVPPKVRFITSIYHPNID
NAGRICLDILKMPPQGAWQPMLRLSTVLQSIQLLMAEPNPEDPLMTEIASEYKYNKPAFNKHAEEFTRKFAMVCIFLYIF
GLNGLEFSLIPTFSSVPLSSFKHNFRLSFSIHMLLGLLMIKIAILP*                                 
>Lgig_122691                                                                    
MLGLLQTVSCSAEVKPSVVVTPSGSNISKQLPLTPKVITHTPGSHSLNNMPAINANGFDPFFQEYSLMAEYNQLQNQKIP
GVYTIPSALSPFVWNGFIFVREGLYSEGVFRFTMNIPETYPDSDCPQLMFDFPIFHPIIHPVTGDLDVKRGFPKWRRNVN
HLWQVLMYVRRIFYKIDTTNPWNKEAATLYEQDMDLFKERVAESVMFSQDNIKKLPKTDDPYALRLAPLDDETFQEAKKQ
MLNLGRSSSEESNRPNGLSWMHPGSSQIFSREDSASA*                                          
>Lgig_124502                                                                    
GLVDSLPPEVLLVVFKHLDDISLYTAGNVCTRWRQILDGETSEKEWKHFIQLRWPLFLPQNPVKCWKTIYTNLLNSSPCR
YCLESMMLQSTPPIEENSWRHRRLRSELRTLKTDPPEGIQATPLDRHCCHWQASITGPHGSPYEGGIFLLYLQIPQSYPM



RPPKVRFITKIFHPNISRHGDVGLDSIHHNWSLALTISKVLISIQSLLTDPFVSVCMEPTIGRLYLSNTLEFDRIARRWT
WKYAMHDFMMPCFVDLEGV*                                                            
>Lgig_125503                                                                    
MTSKRVNTTATARLKQDYLRLMKDPVPYVRAIPLPSNILEWHYVVQGPEKTPFEGGIYHGKLVFPREFPFKPPSIYIITP
NGRFKCNTRLCLSISDFHPDTWNPAWSVATILTGLLSFMLEKSPTLGSIETSDYTKRQLAAQSGPLNLNNKTFIELFPDL
SEEIQSEIKRRDEEIKQATESSGRLSSNSNIRNNNSPSFNQPFNNNNEPNQGFWGSALANIFVILGFAAFAFTVKYVLRS
VID*                                                                            
>Lgig_136516                                                                    
MITGPVDTPYSLGCFIFDIYFPSSYPYNPPLVKLITTGNGTVRFNPNLYSDGKVCLSLLGTWHAGDASEKWNAGKSTLHQ
VLVSIQSMILTSDPMFNEPGYDGMRETEDGKVSMILNSVLYLSSIGLKLTLKSMICHISFICGG*               
>Lgig_152035                                                                    
KRLQKELLALTKDPPVGVKVNTDEITKKLSEWTVDIEGAQGTVFEGERFQLQFKFGSRYPFDSPQVMFIGPNIPLHPHVY
SNGHICLSILTDDWSPALSVQSVCLSVVSMLSSCKEKKRPPDNALYVKTCSKNPKKTRWWYHDDSV*             
>Lgig_156353                                                                    
MATCNLFDEDVVCSGSPESGFVYGLVIENSEFLSSSEDEDEEDEMEDERVRKGSVRVAWHPDGKETVVDENEVILVDRSL
MPGDVIRRSVNGKDSQQGFVQDMELTCHIRVLGTNKYIYNINTRNFIPMEDFDSKPGEVTLDSWIGRFETMNRKVTIRMP
DGARCKIMESDIYEFDTIDDKRSRHSEYWSSVCYPQQIFKGSLGDLHGVEWLHSTMFHNPRNVDHKQHSPVTFIVESVET
ESVEVHWLARGFSQVEDPQVRVEPPPRLVRGDQLKRMSQMDWFYNCSVQIGDRAYYVIQDTDTIETHPPKKQVVPEIISK
LGTKTEGLVKVKTEKKKSKDSKGGGDGVNENGNDDNTDDDDYDDDDEYEDDDSDESDAGSVNSGSSQGSASGKKKKGRKK
PSLQLKMLRGRRGRRPRMKFNLPERKLTAGEKVPVEICYTVSKANVMWQDGTVENNMLSAELYPIHHLDELEFFPGDFII
DAKDTEGFNDYGVVVSCDHSARTCYIQWLRPYEVGKSKRPTVLSDVHEVSVYDIKDHPHYKFRPGYSAIRVGGFEDTEQK
LSAVGQVYRLNPSGSIQIKWADGTLSDCFPQELYLVSDELSEFGESETMSSSESESESEDESSEDNSDASWETETEEEVS
HDEEVKEESVKEKDAVPFSKTLMKDLTVKMVEAHQVLAGLEDSFHSISSVASLEIADCYSDVVSLYKTCKNIDKMLKTKF
FEDTDLQMWLSQLREAHRNEKLKKVSRNINYRYNSYNQDLIEAKMKESQSMELDLDLDFSTASNADDSLFQDGDRTPNDA
ENPFSLDSTTDAHLKGAAAKPKPATNESGAAANTNLNNLQGVKEAWTDTQSIKTESSGKTDVNKEEGKTQKESESGASNG
EDIKFRVEIMGGISFALKVHRRIKHIIAFKVQKEIDKRWGKGKYADDKSDSDSKSNSTKSKSKSKETKDASPEVVKETRD
NNDESLVEKMCQQHLPDLKTEADAVNGDSAELNEQTDCEEFVRKKLNISISMDDSRIAVDELGSPLSVTGFQYYGEVPLG
HQFYTNQFSPNVQRSFMVSVQKELKLLESSLPPGIIVKGFEDRMDLFSAMFVGPTNTPYEDGLFVFDLQLSPDYPVSPPS
LHYISYCTERLNPNLYEDGKVCISLLGTWSGKGNELWCSKSNLLQIFVSVQGLILVKEPYYNEAGYEKQRGSQQAYENSR
MYNEMAILKLVQAMSAMAERPPKIFEQEVKDHLLNNGPRMIKRLRSWIEISGYSFSVPATKNTGSSTSDIKTESRPNIDN
VSSSSVDSSCDKDNKGDNSGSHVKLEGASKNNNSSSPQDSITKSFTEGNPSTKPDFPLFPVSKGFCLSLRSNLQKFEDNL
KKLQQK*                                                                         
>Lgig_163624                                                                    
MASQNQDPTAVNPACGDPGISAFPDGDNLFRWIGTIQGGQGTVYEGLKYKMVFEFPSGYPYQAPTVKFDSPCYHPNVDSH
GNICLDILKEKWSALYDVRTVLLSVQSLLGEPNIDSPLNTHAAGLWQNQTLYKKHLLEKYEKDVRSKQST*         
>Lgig_166008                                                                    
MINRQETNRLAWSNSTNHNLQSERKIIELTLLIQKELADITLDPPPNCSAGPKGDNMYEWASTILGPHGSVYEGGVFFLD
IHFSHEYPFKPPKVSFKTRIYHCNINSQGAICLDILKENWSPALTISKVLLSICSLLTDCNPADPLVGSIATQYTQNRTE
HDRQARLWTQRYATGFPVPDS*                                                          
>Lgig_170957                                                                    
MSALREIRHLMKNLDSISQGQAKLVKFEHPKSTIDIYLELSPTDGFYKGGTFLFIIQIHHNFWIADAEAITCMTPIYHPN
IDTSSIIYGQNNVCFNLADEGREQLGLIGIVAALLYLLYNPDLDDPLNESFGTPTLEEFKTKVKAYMNGVNLEGVNTATV
QENMDEYKKQQKEEYHDPQLDEEVRRQEEAMDTDGENSESFRPLENSEAMQLYSLIQHQNNVFQSDDAGASDCPSVPEFP
GRI*                                                                            
>Lgig_176030                                                                    
MPIYGSVSKLNKHPVEGFSAGLIDDDDLYKWEVVILGPGDTIYEGGVFKAELTFPKEYPHRPPKMKFVTEMFHPNIGPDG
SVCISILHEPGDDKYGYEKASERWLPVHTVETILLSVISMLADPNDESPANVDAAVCISFSLYLDKVVI*          
>Lgig_186004                                                                    
MDFLFGEIRNLVKKINRVSNGQAKIVEMGDFMDIIHIEISPNDGLYKGASFLFKIRVDPYQKTESPTVFCMTPIYHPNID
TSDLEDLLPVDDNDFSTNACLNMFDNWQPGYGLDGMINGLLFLFYHPEIDDPLSPYISPGMSYEEFSENVHRSLLGEEVD
GFFFERNLCDKQYEILRKQVDDLSELKIENQDPA                                              
>Lgig_195991                                                                    
MSTPARRRLMRDFKRLQEDPPAGVSGAPTDNNIMVWNAVIFGPHDTPFEDGTFKLTIEFTEEYPNKPPTVRFVSKMFHPN
VYADGSICLDILQNRWSPTYDVSAILTSIQSLLDEPNPNSPANNIAAQMYQENVREYEKKVKVVVEESWIYIGDLQVS* 
>Lgig_196190                                                                    
MQNQYSMRSPAVKRLMKEAQELREPTEQYHVQPLDDNLFEWHFTIRGPADSDFDGGIYHGRIILPPDYPMKPPSIILLTP
NGRFEVYKKICLSISGHHPESWQPSWSIRTALLAIIGFMPTHGAGAIGSLDYTPEERKVLAKKSNDWKCENCGCIGHILP
PVTKASEKTTQEAKELASQIAFQGEKPKDGSQSSSTQAESNSSSTTTSSATTSAATSTTESASATTNTSEPASSSTPTTS
FASSSTSPGSTATTSEGLRQRRLAPTQNYQNAELPVHVRSNETFSLFLIIFLVCAIGLLVLRRLYVAFNWGFLNEEL*  
>Lgig_198904                                                                    
MAATRRLQKELNDIRQSDQKGFRDIRVDDSNILFWQGLIVPDVPPYNKGAFKIEISFPAEYPFKPPKLAFKTKIYHPNVD
EKGQICLPIISPENWKPATKTDQVIQALLALIHDPEPEHPLRGDLAEEFTKDKKKFMKNAEDFTKKFSERRPSD*     



>Lgig_200069                                                                    
MSTAQPTPSDSNNSNQSTEPSSSNTNKEQSKTPTKSTKPLSTSARRLQRELAEITLDPPPNCSAGPKGDNLYEWASTILG
PKGSVYEGGVFFLDIFFSPEYPFKPPKVVFRTRIYHCNINSHGIICLDILKDNWSPALTISKVLLSVCSLLTDCNPNDPL
VGSIAQQYTTSREEHDKLARQWTKRYAT*                                                   
>Lgig_201112                                                                    
MITLSKKLKQSGKKETDDAPKRISIRDKLLVKEVTEMEENLPKTCQVVFEDHDKLHKFFLIVTPDESYWQGGKFKFDIFV
PEEYNIMPPQVRCCNRIWHPNISESGEVCLSLLRQSSYDSLGWAPTRKLKDVVWGINSLFSDLTNFDDPLNVDAADHYSQ
NKDSFKFKVREYIQMYAKR*                                                            
>Lgig_205254                                                                    
MALKRIQKELTDLGRDPPAQCSAGPVGDDLFHWQATIMGPSDSPYQGGVFFLTIHFPTDYPFKPPKVAFTTRIYHPNINS
NGSICLDILRSQWSPALTISKVLLSICSLLTDPNPDDPLVPEIARIYKNDKDKYQKTAREWTNKYAM*            
>Lgig_205258                                                                    
MALKRINKELQDLGRDPPAQCSAGPVGDDLFHWQATIMGPPESPYQGGVFFLSIHFPTDYPFKPPKVTFTTKIYHPNINS
NGSICLDILRSQWSPALTISKVLLSICSLLTDPNPDDPLVPEIARTYKNDRLKYSEQAKEWTKKYAM*            
>Lgig_207488                                                                    
MASNTIGGYRVPRNFVLLEELEQGQKGGDGNVSWGLENDDDNTLTHWTGTIIGPPRTAYEGRIYQLKITCGAKYPEEAPT
VKFLTRIHSNIVKDSGVVDSKVLDKLKNWNRKYSIKDVLQDIRNSMTQKENYKLSQPPESSIYN*               
>Lgig_212634                                                                    
MSTPGRRRLMRDFKRLQDDPPAGVSGAPTDKNIMLWNAVIFGPPDTPFEYGTFKLTIEFTEEYPNKPPTVRFVSKMFHPN
VYADGSICLDILQNRWSPTYDVSAILTSIQSLLHDPNPNSPANNEAAQLYRENRREYEKKVATIVQESWNDDEDDEEGNE
NNEEEKS*                                                                        
>Lgig_218945                                                                    
MSSPSPGKRRTDTDILKLIESRHEVTILSGLNEFSVKFYGPVGTPYEGGVWKVRVDLPEKYPFKSPSIGFMNRIYHPNID
EVSGTVCLDVINQAWTALYDLLNIFESFLPQLLTYPNPIDPLNGDAAALYLHKPEEYKKKVKEYVQKYATSAALREQEES
SSESSMSDFSEDEAQDMEL*                                                            
>Lgig_223907                                                                    
MTNIAQARIKREFKEVVKSDEVAACNITLELVDDKYNELIGKIAGPPDTPYAEGTFCLEIRIPETYPFNPPIVKFLTKIW
HPNISSVTGAICLDILKDQWAAAMTLRTVLLSLQALLAAAEPDDPQDAVVAQQYKENYSIFEKTAKHWTAVYAGGPKSCP
ELDSKITSLKNMGFDENQARAALSSKGWDIERATEYLIN*                                        
>Lgig_225382                                                                    
MAQDQSSLLLRKQLKELNKHPVEGFSAGLIDDDDLYKWEVVILGPGDTIYEGGVFKAELTFPKEYPHRPPKMKFVTEMFH
PNIGPDGSVCISILHEPGDDKYGYEKASERWLPVHTVETILLSVISMLADPNDESPANVDAAKLRREEPDVYKRKVGRLV
RKSQDDL*                                                                        
>Lgig_227184                                                                    
MNFGFYKRINKEWSEMMVNPYPGISYGPFADGWLNMQGTIEGQPGTVYEGGVFSLEIKLSDQYPFKAPKIKFLTKIYHPN
ISRDGVISIDVLSSHWAPSLTIKKVLMCILFMLPVPNPDDPLEPEIARIYQTNPELYQKIAREWTKLYAS*         
>Lgig_228262                                                                    
MIKLFSLKQQKKDGESGPERGKKSSAAQLRIQKDINELNLPKTCQVEFADPDDLLNFKLIICPDEGFYRNGRFVFSFKVF
QGYPHDPPKVKCETRVYHPNIDLDGNVCLNILREDWKPVLAINSIIYGLQYLFLEPNPEDPLNKEAAEVLQSNRRLFEQN
VNKSMRGGHVGSVYFDRCLK*                                                           
>Lgig_230299                                                                    
MSSISNVENLSPQTIRLVSKELGELTKSPPEGIKVFLNEEDITDIQASIVGPAGTPYAGGLFRMKLVLGKNFPSEPPKAY
FLTKIFHPNVASNGEICVNTLKKDWKAELGIKHILLTIKCLLIVPNPESALNEEAGKLLLEQYDDYSSRAKMFTEIHAQQ
PIKIGKEIDLPQESVSEGPMAKKHAGDKKLMDKKKREKKKVLKRL*                                  
>Lgig_230508                                                                    
MPTIPPHSLIAFGLFLRLPGYAEVLLKERKKAQCLLRLVLGVTDDGNGGHILTSLLASSLPTLPFTVLKSLFDATPLTTD
DGLLLRRMGLDIGVVHLLLACLSVLSHHAPRVCTSGFQHETQLILSAMQVATSTGLNPTQEKTQNYWAKGTGFGTGSTTS
SWDAEQALLRQRSEEEHVTCLLQVLASYINPGGYLPKEFYSTTYIPPTETTLLPSIVPDLLEQSCLVPAISSYLRNDSVL
DMARHVPLYRALLELLRALAVCPTLIPLLLPLEVEANQDTAVAIEVLLDKMKGCVDTYASRLKCNKNSKGKMEEESEGLA
LLIPDIQDTAQIVRVSTDRLKQQQVDMNEVSEGACSKSEINKNKETIEEKYMRVMKELQFDTYEMVVEEGNGIKFLIPHQ
FESNVKSSGDANNSSRTRRLAQEAVTLSTSLPLSASSSVFVRCDEERLDVMKVLITGPADTPYANGCFEFDVYFPLDYPE
SPPFINLQTTGNHTVRFNPNLYNDGKVCLSVLNTWHGRPEEKWNSHTSSFLQVLVSIQSLILVNEPYFNEPGYERSRGTP
SGMASSREYDSNIRQATVKWAMLEALKTPSPAFKDVLTRHFYMKRHEILNQCEKWIGEMESYSNDKRTGRAIAHSTLALK
RYYNQLRIELSKLKPPQELLDSDDDSGTIDPEAKHYSTDQPAPSTSKPLEDLPTVPSTSSSHTTSINDDMLAVMKMIDDD
VTI*                                                                            
>Lgig_230812                                                                    
MASSPSSSAVKALQLELKKIHDEPVEGFRVKLINDDDLFVWEVAIFGPPGTLYEGGYFKAHMKFPPDYPYCPPSVRFVSK
MWHPNVYDNGDVCISILHPPVDDPQSGELPSERWNPTQTVRTVLLSIISLLNEPNTYSPANVDASVMFRKFKESKGKDKE
YENIIRKQVIATKEDSERDGVIVPTTLQEYCVSSKPSSHDNQVDADFYDDDYVDDLDDEEEMYEDDDEDSGNEES*    
>Lgig_234840                                                                    
MEAKDFEIIKEEATEWTSKTGNDFNILSCDESEKRIDFHIPDKNISFYVVQNTFDQQNTWHLWSDQEKILSKLSSAIEKC
GSCQTTLTAILDSVSSCLKQVIKDAMKENDDDDDDDEFVDCEDEGLVEEDDDDDDDGDDNDDDSYYYNDDDNDESTDTNA



KEKKDENDDDDEDDDDDTEDFFGGDGNPTAVARLVKDMKNMQKIKGKYGIEGSPKGGNLFVWDVKLTDIPTDSKLGQDLV
KYSQKYHQQPVINLEMQFPRDYPFSPPFIRVIRPRFQFLTGHVTIGGSICMQMLTKSGWTPSNDIELILIQVRSEILSDA
NARLAHGKENDVYSLEEAKRAFDRMVERYNWNK*                                              
>Lgig_235001                                                                    
MACLAKLKQDIKYLESAFPKDHERFQIQSASVDELSCRFIGRNNEQFYIHANITETYPQTAPIWFSDSEDPALTSVIARL
IDIPPDKYNIVQQVQMLVNDLFQLHDFPIPKIDCSGDHCPMETNSKSFASNQNESTDEEEEDEFHYDMEEDVQNDQKTKD
DDKDIASGNLEVLERLKQNQRSSYLKGSVSGSVQATDRLMKELRDIFRSDSYKKGIYTVDLVNESLYEWNVRLKKVDEDS
ALFTDLQTFKEKEGQDFILLNITFKDSFPFDPPFVRVVHPILTGGYVLGGGAICMELLTKQGWSSAYNIESVILQISATL
VKGKARIQFGAWKSQYSLARAQQSFKSLVQIHEKNGWFTPPKEDG*                                  
>Lgig_236339                                                                    
MAGLPRRILKETQRLIQEPVPGISAVPDENNGRYFHVVIKGPAESPYHSGMFQLELFLPEEYPMSAPKVRFMTKIYHPNI
DKLGRICLDILKEKWSPALQIRTVLLSIQALLSAPNPDDPLSNDVAEQWKANEQLALETAKEWTQKYAKDKKNNIQ*   
>Lgig_237097                                                                    
MAGSALKRLMAEYKQLTLNPPEGIIAGPVNEENFFEWEALIMGPEGTCFEGGIFPARLTFPSDYPLSPPKMKFTCEIFHP
NIYPDGRVCISILHAPGDDPMGYETSAERWSPVQSVEKILLSVVSMLAEPNDESAANVDAAKTWREDKTKFQEVAERTVR
KSLGL*                                                                          
>Lgig_237443                                                                    
MSALREIHHLMKNLASISNGQAKLVKFEHPKSTIDIYLELSPTDGFYKGGTFLFIIQIHPNFPITDTEAITCMTPIYHPN
IDSSQNLTYGLNNVCLNVDKKGRESLGLTGIVAGLLYLLYNPELEDPLWVDFGNPTLEEFKTKVKAYMNGVNLEGFSTAT
VQENMDQYRKQEQDEYHDPKLDEEVRRQEEAMDTDDENSESFRPLENSDAMQLYSLIQHQNSIVQSDDAGASDCSSQGEI
TPFSVPENFREEFQGYKLTKHGTTVIRDEEIRHTSNDSPISPLFLLTKRFTT*                           
>Nvec_XP_001641649                                                              
MADDDSEFLSSTSNALWDPLYSKDWDKENVTPQCVLRIKRGVARIFNRRGPKRDFKEFSPIHALITGPFDTPYEGGFFYF
LIRCPPDYPIRPPRVKLMTTGSGQVRFNPNLYRNGKVCLSIIGTWSGPAWSPAQSLSSVLISIQSLLNEKPYHNEPGFEQ
ERQAGDCKRYNECIQHETLRVAVCDMLEGKIKCPNALKDVMEKSFPEFYDYYISVITEKSYLNGQNMQDPFGEKRGIFDF
PSIRARLVEIKKRLDDGNPSTAAEEDSDDDHTEP                                              
>Nvec_XP_001640982                                                              
MAGAALKRLMAEYKQLTVNPPEGIIAGPLTEENFFEWEALISGPEGTPFEGGVFTTRLVFPPDYPLSPPKMRFVGEMFHP
NVYPDGRVCISILHAPGDDPMGYESSAERWSPVQSVEKILLSVISMLAEPNDESGANVDASKMWRENRDQFNDIAHQIVR
KSLGL                                                                           
>Nvec_XP_001640843                                                              
MPSMNSTATKTEFESSFTLSEQETKTTRMTSSPERSFESNGSRPSSTGSPTFSERLKSARRLVLPQHPGRARLAKSTSDT
EKMASNKEDENSSNPKIAQEPADFRTLFREQFILAEYKAVYRNPQSGVYVIPSLKSLQVWHGIIFLRAGPYRDGIFRFFI
FLQDDFPDSRPLVKFTSNVFHPQIHENGVFNLEVAFPNWHRGKHCIWQILKYMKSCFYSTDTWGGVNQDAVNVVHSSLEE
FKEKARNCALESQKIFDEETESSGKFDMSYV                                                 
>Nvec_XP_001640810                                                              
MSSPSPGKRRIDTDVIKLIESKHEVTILGGLNEFIVKFFGPVGTPYEGGVWKVRVDLPEKYPFKSPSIGFVNKIYHPNID
EASGTVCLDVINQAWTALYDLSNIFESFLPQLLSYPNPIDPLNGDAAALFLHKPDQYKEKISEYIRRYATEEALKEQEEL
SSSSESIISDFSEDEAQDMEL                                                           
>Nvec_XP_001640489                                                              
MSGIALGRLAEERKAWRKDHPFGFVAKPVKNEDGSLNLMNWECAIPGKKGTPWENGKYMLRMIFKDDYPSTPPKCKFEPP
IFHPNVYPSGTVCLSLLDEEKDWRPAVTIKQILLGIQDLLNDPNIKDPAQAEAYTIYCQNRAEYEKRVRQQAEKFSQS  
>Nvec_XP_001640075                                                              
MADVGCCVYAEDIVKNSHGNLGLVLQDAEASSEDESDSEDEALKKGQIVVCWYPSGQEETVSISKIQLADRSLLPGDVVK
HADQSRPIKQKGFISDVEVIASVKVIAANQVVTNIDCRELSPLQELVQGVHVTLGPWLGQIMEAELRLVLRVKNGARCCL
EGEQVEMLYDLGDQRDDDSPFYSVVHYPGQLVSGPAKVFKEAKWLSGTKPILHNQTQVKATVEEVKVVSCEVNWLVCGAC
HDGNTSLMPPDPYITKDQLSELNFVNHFKHASIQIGDKAFYTVKERDMHLVASHCNKPLSHMDLQLDKTHDATSSYQSPH
SDSLPEDGEIGAWAKGPVDESVENMEDESADIETAGARNQDEDEMLGDVSKLKNLVLSGEDETVVQHRKGQSAQTRKRET
QNHVYDSGDADEDSDLGDSATPKHKSTGSQGPKHDPTSGPTAMRFPKRRRKRNKRKRKATQPIQVRVGDKVCVEVTCTRT
LVHVIWQDGSREENISSTDLIPVFHLDEQEFFPGDFISDKRESADQSLYGTVLTADCASRTCNVRWFTRDGHAVSTENDI
SVYDIAEHPDFVFNAGDIAVRVTPPDDLSLHNEEEVAATPSSCVGQEDGQSFTVGSQESGGDENDDDEWETASDVSSDEE
PRDSIISYGSPEAETAQREQGTGENDDTINDERNKINEIISNRNPAFMMIESVPTSHAFKNTTFSPENQRKFLSCLRKEL
MLLQSSLPEGILVRGYEDRMDIFRVMIEGPAGTPYDHGLFAFDILLPANYPDAPPSFHYLSMCNGRLNPNLYEDGKVCVS
LLGTWTGRGSEIWTSKSNILQVLISVQGLILNDEPYFNEAGYEKQRGTAEGLENSRLYNEMVVLKLLQSMERILRRPPEG
FENEVVQHFMQNADSLIQKLSYWIKHYEGPAVFVTKDGTSDVTKSETNSDSKNKIPPVVKDKEISVAKDKDLSKEKEDSV
VVEQASSVAKDGGNEPGVNATGKPEAMKNLPDFLLFPLSKGFCTSLNRSLEKFKQAWLEAKQAGIPALPEKEEKDAVQ  
>Nvec_XP_001639950                                                              
MQRNARMKRELRLLAEDPPHGASCWPVDENRIDKLEAKLIGAEGTPYHKGIFKLDIQIPERYPFEPPKVRFVTPIYHPNI
DSSGRICLDTLKMPPKGMWKPALNISSVLSTILILMAEPNPDDPLMAEISNEFKYNKAQFLEKAKEWTLKFAMDPSLENK
SECANVRTNFILYQVSKFIFPCSLLVNRVSLERQEISLRGEFYPVNQKI                               
>Nvec_XP_001639739                                                              
MAAKPKVDPIERLKEEHKAWGKTHPRDFIANPKKLENGEIDWLTWKCAIPGPKKTPWEGGLYPITLEFPHDYPHSPPKCK



LGVFDPPILHPNVFTSGTVCLSLIDKNKDWKPQVTAQQVLTGIQLLLADPNFQEPAQAEAFVIYTQSRLDYENKVKQLAM
TMQPESSPFIREFLGSVA                                                              
>Nvec_XP_001638836                                                              
LSKIPGHSLAAFGLFICLPGYADVLLQDRSRAQCLLRLLLGAEDDGNGGSVLSSQTACSLPTLPFQILRLLYHSSPLSGM
TGVALREASLHQGAVDLVLVCLGVLSHHEPRTLGQTDRLAIQTNSGGEKQYWAKGTGFGTGSTTSDWDVENAMKKQQAEE
AHVTCMLQVLAAFIRPSGAQKMESLAELDYSPEYPGSDGIPVSVADLLSRSCLIPTLASYLRNDSVLDMARHVPLYQAVL
EVLRALATCPSLLSLLTPGGSGEIQQDDSTCLASLISKMKQCVDTYSRTLRYTRSPVLKNARLVPDDADAEGLALLIPDI
QATAQLIQDVIAHDIESHEPTAGKASAVDDGASLSNEEQYLAAMKPLQFDTCEIVPEDGSKLEFVVGYHFASALRSAVSS
GDPGSPARARRLAQEISSLSTSLPLSSSSSVFVRCDEDRLDVMKVLITGPAETPYANGCFEFDVYFPQNYPEAPMQINFE
TTGHHTVRFNPNLYNDGKVCLSILNTWHGRPEEKWNAQTSSFLQVLVSTQSLILVAEPYFNEPGYERSRGTPSGQQNSQE
YNANIRQACVRWAMLEQLRKPSACFKEVIQSHFYLKKDEILQQCEKWIKEVEALTLKNSGGRAVTHHFHSLKQHTAQLKL
ELEKLQPPQPHHSDEDSE                                                              
>Nvec_XP_001638007                                                              
MLNVTHQLKKKLFLSDLDEKSSSSPHDEKKPGDGREVREEKSKRKALPALPSPAEEKSMNLSIARQRSPSGSSPEQVKAY
GPFFLEYTLMAEYNQLRSQRLPGVYVLPAAKSALVWYGVIFIRMGLYQDGIFKFQMTIPENFPDGDCPTLVFKPTIFHPV
VNIETGELDVRRAFPRWRRNINHLWQVLLYAKRIFYKIDSRDPLNPEAAEMYQNDKDRYKQKVNECLRRCHNELHLAVAD
DPHAIKFVELTPEKQDDVKNQIIESQSKPECLPTANAHKSGLSWMKKGGAIFSKEES                       
>Nvec_XP_001637132                                                              
FQGIDTKPLNDDDLFIWEATIKGPKDTLWEGGIFKLYLQFDEGFNDIPPKVYFHTIPFHPNVDPVTGIPCLDFLDDYDQW
KEYYSLNYILLSIQMMLSNPVLKDAVNADAAQMYRSSPGAYRQLVLDSVLASPTRAQKQPQSLEEGRKRSQKVAKVSFED
YFSMWSGMATTKPAPKSKNPL                                                           
>Nvec_XP_001636831                                                              
MITLSKKIKEERERKEKGRSSSDTRKGQKISIRDALLTKEAQEMEENIPDTCQITFKDPDKLYDFYLTVVPDEGFWKDGI
FKFHIMIPEEYNIKPPYVNCSTKIWHPNISESGEVCLSLLREHTLDGSGWAPTRHLKDVVWGLNSLFTDLLNFEDPLNVE
ASQMFEKNKVRSM                                                                   
>Nvec_XP_001635732                                                              
MALKRINKELQDLGRDPPAQCSAGPVGDDLFHWQATIMGPADSPYQGGVFFLTIHFPTDYPFKPPKVSFTTKIYHPNINS
NGSICLDILRSQWSPALTISKVLLSICSLMDDPNPDDPLVPEIARSFKTDRKKYNDMAKEWTRKYAM             
>Nvec_XP_001633619                                                              
MLICILFSQDENRMDFARALVTGPVDTPYSRGCFVFDIFFPGTYPNVPPLVKLITTGNGTVRFNPNLYADGKVCLSLLGT
WYGGVASEKWDPKKSSLYQVLLSIQGMILIPDPCFNEPGYEGIRNTDEGEILSREYNAAIRLATVRHAMTGQLRSPP   
>Nvec_XP_001632658                                                              
MSSVGLPRRIIKETQRLVAEPVAGIQAVPDESNARYFHVTVNGPKDSPYEGGTFKLELFLPEEYPMAAPKVRFMTKIYHP
NIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAEQWKVNEVQAIETAKAWTRLYANAS       
>Nvec_XP_001631930                                                              
MGTADQAALLLRRQLMELQKKPVEGFSAGLFDDEDLYKWEIMVVGPPGTYYEEGYFKASMVFPKEYPQRPPTLTFISDIW
HPNVHKNGEVCISILHEPGEDKYGYEKADERWRPIHTVETIMLSVISMLAEPNDESPANVDAAKEWREEYTTTFKKKVKA
CVRKSQDF                                                                        
>Nvec_XP_001631613                                                              
MTNIAVSRVKREFREIITSEEDQKSGIKVELVDETFTKLKGEIRGPPETPFEGGTYNLDIVIPETYPFNPPKVKFTTKIW
HPNISSVTGAICLDILKDQWAAAMTLRTVMLSIQALLASPEPDDPQDAVVARQFKENRSAYLLTARHWAQVHAGAKSQGH
NECEEKIRQLMDMGFAENQSRVALSSHSWNVERAVESLFNS                                       
>Nvec_XP_001630888                                                              
MREAKELRNATELYHAQPLEDNLFEWHFTVRGPPDTEFAGGRYHGRIILPPEYPMKPPSIMLLTPNGRFEIGKKICLSMS
AHHPETWQPSWSIRTVLMAIIGFMPTKGAGAIGALDYTPKERAVLARK                                
>Nvec_XP_001630521                                                              
MANYKRIHTTAAARLRQDYLRIVRDPVPYITAAPLPSNILEWHYVVRGPENTPYEGGFYHGKLVFPRDFPFKPPSIYMIT
PNGRFKVNTRYYTANTHLELFTFQNETAPTLGSVETSDFQKRQYAVMSGPFNLQDRIFCELFPKIAEEIREKMTCSAGMN
ATPDKTVTSSQSSLASENAGEAHNGLVGSTLINICVILGFAAFAYTVKCVLRAVENS                       
>Nvec_XP_001630168                                                              
MATTSSNVENFSPQIIKQVAREIHGLTNDPPEGIKVFSNDEDITDIQASIEGPTGTPYEGGIFKIKLVLGKDFPAAPPKG
FFLTKIFHPNVAKNGEICVNTLKKDWKPDLGIKQVLLTVKCLLIVPNPESALNEEAGKLLLERYDDYSKRAKMFTEIHAK
LSASSSNNISEGQQESLPGKKRVAVNEKMCDKKKKDKKRALKRL                                    
>Nvec_XP_001628648                                                              
MKEFQDVSRKTERIFSAELVDDNLFEWNVKLHTIDGDSLLYRDMVETGSKFILLNITFPENFPFAPPFMRVLAPRIEGGF
VLDGGAICMELLTPKGWSSAYTVEAVVLQFSAAVVKGKGRIDRTCKKAFSKKEAESAYKRLVKTHDKYGWVTPPKAEG  
>Nvec_XP_001628644                                                              
MSILKRLNQDLMDLMMTNEKTVSAFPINDTMVEWNATITGVKDTLYDGLKYKLTISFPKEYPYQAPKIKFTTPCFHPNVD
QQGNICLDILKEKWAPSYNVRTLLLSIQSLLEDPNLESPLNAQAAELWLRPQDYKRTLDEKYEKEVLMPGK         
>Nvec_XP_001628018                                                              
MADKPHFLLIVGFRWYLRQQLQKKPVEGFSAGLFDDEDLYKWEIMVVGPPGTYYEEGYFKASMVFPKEYPQRPPTLTFIS
DIWHPNGVMEPFTPPWNSVHTWGVTLGVMEPFTPPLYPLICGHTKETKTKCMKNNQNSM                     



>Nvec_XP_001627428                                                              
MIKLFSLKQQKKEGEGAKSGTKRASAAQLRIQKDIAELSLPKTCVTDFPDEDDFLNFKLIITPDEGFYKNGRFIFSFKVG
AGYPHDAPKVKCETKVYHPNIDLEGNICLNILREDWKPVLTINSIIYGLQYLFLEPNPDDPLNKEAAEVLRSNRRLFEQN
VQKAMRGGYVGSVYFDRCLVK                                                           
>Nvec_XP_001626492                                                              
MSRFQELKKEISVLEKTFGPHNKQFRVSANGLDELICRFVCPSSNEEHVIHCNIYESYPDPPPMWFSESEDSTVTEIVES
VGGSVDATQPKLVKIQYPLTTHCLLRQTQHLVRELFKQRGSPIPPYIDGLESIQIIKDEVKKRNLEGIEDSDNYEMEEEV
DNDEKKELQEIGAENFAVLERLRLTRREDHLKGTVCGSVQATDRLMKELRDVYRSDSFKLGNYSVYLNNDNLYDWSIKIM
RVDPESVLHKDMVQIEKQEGIDHILLNMTFTDKFPFDPPFVRVCYPVIQAGYVLSGGAICMELLTPQGWSSAYTIEAVIV
QISATLVKGKARINFQDTKKVVYSLHRAQQSFKSLVQIHEKNGWYTPPKHEG                            
>Nvec_XP_001626076                                                              
MASSAQTSNTSRTPDGNEGPSRPPPKQRESRKSSSRFTAKNQSTAAKRIQRELTEITLDPPPNCSAGPKGDDLYEWYSTI
LGPPGSVYEGGVFFLDIHFPSDYPFKPPKVTFRTRIYHCNINSQGMVCLDILKDSWSPALTISKVLLSICSLLTDCNPAD
PLVGSIAALYVQNRSEHDATAKEWTKRYAT                                                  
>Nvec_XP_001626075                                                              
MSEPQPGQPQSCEAESSQRTPKREPRGSTIAKSPKTLSTAAKRIQRELAGITLDPPPNCSAGPKGDKLYEWYSTILGPPG
SVYEGGVFFLDIHFPTDYPFKPPKITFRTRIYHCNINSQGHICLDILKDSWSPALTMSKVLLSICSLLTDCNPADPLVGS
IATQYLTNREEHDNTAREWTKRFAT                                                       
>Nvec_XP_001625699                                                              
MAATKRLGKELDELRKSGTKTFRDVKVDESNILYWQGLIVPEMPPYNKGAFRIEICFPAEYPFKPPKITFKTKIYHPNID
EKGQVCLPIISPENWKPATKTEQVIQALLALVHDPEPEHPLRADLAEEYSKDKKKFMKNAEDCTKKYGEKRPAD      
>Nvec_XP_001625021                                                              
DNMEEFELQITPTDGAYRGGQFKFSVKTEDYPNTPPVPRCVNNIYHPNMDLDDGSVCLSLLDDWNESNDLEDLVQGLLFL
FYNPNLEDPLSPLFDLTDDYEYGSFEENVRASLEGKTVEGITFPRAL                                 
>Nvec_XP_001625020                                                              
DNMEEFELQITPTDGAYRGGQFKFSVRTTDYPNVAPSINCKTKIYHPNMDGYDGVCMSLLDDWQASNDLEDLVQGLLFLF
YNPNLEDPLSSLFEEESEEEYEYGSFEENVRASLEGKTVAGENFQRVLFE                              
>Nvec_XP_001624113                                                              
MAAGWKKRLQKELCELQKRPPSGMKINKDSVSSSLAVWVIELDGATGTLYENEKFLLQFKFGARYPFESPEVTFIGGHVP
VHPHVYSNGHICLSILTDDWSPALSVEAVCISIVSMLSSCHEKKRPPDNNFYVSTCHKNPKKTRWWYHDDSV        
>Nvec_XP_001623289                                                              
MATPPSSSAVRALQLELKKLTEEPVEGFTVEVPDESNTFEWDVAIFGPPGTLYAGGYFKAHMSFPHDYPYSPPTFRFLTK
MWHPNIYESGDVCISILHPPVDDPQSGELPSERWNPTQNVRTILLSVISLLNEPNTFSPANVDASVMFRKWRETKGKDSE
YEKIIRKQVQRSKIDAEKDGIHVPTTVQEYCVKAKPTKSDSDDFNDFYDDDYADDLDDDDDDDDCMEYSEDSGNEET   
>Nvec_XP_001622521                                                              
MAAKDSFKVPRNFRLLDELEEGQKGGDGTVSWGLESDDDMELYRWNGMILGPARTVFENRIYNLKIVCGPNYPQKPPTVK
FVSKINMNGVNSKGEVEERQHPLLSRWNQGESIKSILTSLRKQMTEKQNCKLQQPPEGSTY                   
>Nvec_XP_001621088                                                              
QDNLFEWHFTVRGPPDTEFAGGRYHGRIILPPEYPMKPPSIMLLTPNGRFEIGKKICLSMSAHHPETWQPSWSSKLNSMG
>Nvec_XP_001620500                                                              
RVELIGAEGTPYHKGIFKLDIQIPERYPFEPPKVRFVTPIYHPNIDSSGRICLDTLKMPPKGMWKPALNISSVLSTILIL
MAEPNPDDPLMAEISNEFKYNKAQFLEKAKEWTLKFA                                           
>Nvec_XP_001620185                                                              
DTCEIVPEDGSKLEFVVGYHFASALRSAVSSGDPGSPARARRLAQEISSLSTSLPLSSSSSVFVRCDEDRLDVMKVLITG
PAETPYANGCFEFDVYFPQNYPEAPMQINFETTGHHTVRFNPNLYNDGKVCLSILNTWHGRPEEKWNAQTSSFLQVLVST
QSLILVAEPYFNEPGYERSRGTPSGQQNSQEYNANIRQACVRWAMLEQLRKPSACFKEVRF                   
>Nvec_XP_001635733                                                              
MSSFPVLLSICSLLCDPNPDDPLVPDIARIYKTDKPKYNELAKEWTKKYAM                             
>Nvec_XP_001621100                                                              
MPSMNSTATKTEFESSFTLSEQETKTTRMTSSLERSFESNGSRPSSTGSPTFSERLKSARRLVLPQHPGRARLAKSTSDT
EKMASNKEDENSSNPKIAQEPADFRTLFREQFILAEYKAVYRNPQSGVYVIPSLKSLQEVIGAMGRHTVVRDRTSSISTT
NMTRKSFPDSRPLVKFTSNVFHPQIHENGVFNLEVAFPNWHRGKHCIWQILKYMKSCFYSTDTWGGVNQDAVNVVHSSLE
EFKEKARNCALESQKIFDEETESSGKFDMSYV                                                
>Adig_826v118986                                                                
MSAGLPRRITKETQRLLAEPVPGIHAVPSEQNARYFKVQIEGPSQSPYENGIFHLELFLPEEYPMAAPKVRFMTKIYHPN
IDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAEQWKENEVKAIET                    
>Adig_1100v103189                                                               
MHSRAYLLLEKERFKLQKENLPWGIQAKPLNEDDMFTWEGSIKGPKDTMWEGGIFKLYLQFNEQYNAQPPRIFFHTIPFH
PNVDPTTGQICADFLDDMHSWKEFYSIPYMLLSVQMLLSNPVIENAVNPNAAQIFASSPTSFRQMVLDCVLASKRVE   
>Adig_1687v119695                                                               
MAGVVVPRNFRLLEELEEGQKGGEGTVSWGLENDDDMSLTYWNGTIIGPPRCPYENRIYSLKIECGSKYPEVPPKVRFLT
RINISGVNGTGEVDSRACPLLGKWKREATIKHVLSELRRTMSQKENSKLPQPPEGTSYQ*                    



>Adig_2028v119949                                                               
MSSPSPGKRRMDTDVIKLIESKHEVTILGGLNEFIVKFFGPSGSFINKIFHPNIDEASGTVCLDVINQAWTALYDLSNIF
ESFLPQLLSYPNPVDPLNGDAAALYLHKPEQYKAKIQEYIRKYATEEVLKDQEEMSSSSESSISDFSEDEVQDMEL*   
>Adig_2325v120196                                                               
MSTPARRRLMRDFKRLQEDPPAGVSGAPSENNIMIWNAVIFGPQDTPFEDGTFKLQMEFTEEYPNKPPTVRFVSKMFHPN
VYADGGICLDILQNRWSPTYDVSSILTSIQSLLDEPNPNSPANSLAAQLYQENKREYEKKVIAIVEQSWLNN*       
>Adig_2329v120201                                                               
MALRFKMATDRAVHVDPVERLKEEHKAWKHHHPQDFIAEPVKTEKGEIDWLTWNCVIPGPKKSLWEGGLFKLQLAFPQDY
PFSPPKCSFNPVILHPNVFPSGKVSLSLIDKSKGWRPQTTTKEVLLGIQLLLSEPNFHDPAQAEAFVVYNQNRMEYEERV
KKQAKEMTPNGLG*                                                                  
>Adig_2456v120299                                                               
MASEGGDSVKRLQSDLLDMMKNVTVDGSVSACPVTNMLEWIGTIRGGKGTVYDGKEYKLTLEFPSAYPHKPPVVKFKTPC
YHPNVDQHGNICLDILKENWSSTYTVRSLLLSIQSLLAEPNNDSPLNADAAKYWNKEIYKKELEKFESTMAKKL*     
>Adig_2581v120399                                                               
MRSDCMTSEREKFFRRRLLFKLYPCEDGTETDSDASDQEEMSVKTTECNVYMNASFEGRKRMQSEEKGREQGSSQQASQV
EQDKQNVVATSLRSFVSVKKRSLPEAESTDQSPSAQFVTGNIGTENSESKSVDSSNKASKPSKNQKRKMKKKRRKERLLS
KRTKETTGSNTKEFSCHHNMAAWQRRLQKELIEIQKKPPPGMHLDTDSVSSNLATWIIHVDGAPGTLYDGEKFQLEFKFG
SRYPFESPEVIFGGSNIPVHPHVYSNGHICLSILTDDWSPALSVESVCLSIVSMLSSCQEKKLPPDNNWYVKTCNKNPKK
TRWWYHDDTV*                                                                     
>Adig_3113v120855                                                               
MSIYNEPPPGMCIVPDKDDITKIHALITGPFDTPYEGGFYYFLIRCPPDYPIRPPRVKLMTTGGGQVRFNPNLYRNGKVC
LSILGTWSGPAWSPAQSLSSVLISIQSLLNEKPYHNEPGFEQERQAGDSKRYNECIQHESLRVAVCDMLEGKLKCPSALG
DVMEKSFPEFYDYYLSVINDGSHLNGQSMQDPFGEKRGTFDFVSIKQRLEAIKKRLDDKKPVVPSSDMSSSDNENVEES*
>Adig_3879v121485                                                               
MSKFQELKRELSILDKTFGPRHEHFRVEAHGLDEVTYRFIAPDGEHIVHCNISESYPSPPPMWFSESEDAKITQIVESLS
CIEPTSPNLLLRSTKHLIKELCKWQNISLPPYVDSLDLVQLIQEDVEMKDCALSQDDDESEDEGLEEGHEDSEDSDNYEM
EEDMEQDSNKEVQEIGAANYAVLERIRVNRREDHLKGTVCGSVQATDRLMKELRDVYRSDSFKKGTYSVCLNNDNLYDWT
IKIMRVDPDSTLHRDLMQLKGQEGTDHVLLNMTFTEKFPFDPPFVRVVYPVLTAGYVLSGGALCMELLTPQGWSSAYTIE
AVIVQIAATLVKGKARINFQDNKKQGVYSLVRAQQSFRSLVQIHEKNGWYTPPKHEG*                      
>Adig_5650v122839                                                               
MNDGTKTMYYMLQCFPARNVEEVHLGRLHSEIILLLAFNIRSLLFLSFYLESNQLRIQRIPGVYVLPAAKSPLIWYGVIF
IRMGSYQDGIFKFVMTIPENFPDGDCPSLIFKPPVYHPVVNVDTGELDVKRNFPKWRKNINHLFQVLLYARRIFYKIDLK
DPLNSEAAQLYENDRDTFKQKVNASLRTCLNELHLPLADDPHAIRFIELSPDRHDEIKSQIIENQSKPESLPTANAHKSG
LSWMKKDSNQIFSKQES*                                                              
>Adig_5990v123100                                                               
MFVNFETTGHHSIRFNPNLYNDGKVCLSILNTWHGRPEEKWNPQNSSFLQVLVSIQSLILVHEPYFNEPGYERSRGTPAG
QQNSREYDANICQATVRWAMLEQLKKPSPCFKQ                                               
>Adig_7941v124606                                                               
MYTRAVFRVLGFRYSFDPRDLLVKILTSLVRMANASEDREFVKCLADNPDYSRLSFEKAIHVIQRENLVSEHVIQDLRKL
LQEVGSLLARFEDNPSPCDDKVNGNETEIPPLEEVPMGEEEGACAPLNEDEAYIAALEPQKFDTAELVEVHAFRCRANKP
ICQRSGKALMRESTQLMNSLPIHPNASILVRQDENRMDFVRALITGTTDTPYSRGCFVFDIYFPSSYPVDPPLVKIITTG
NGTVRFNPNLYADGK                                                                 
>Adig_8351v105272                                                               
MAEGGIYAEDIVKNSQGVVGLVLEDAEETSDDSDSEEEALKKGQIVVCWYPSGNEETLSTSKVKLADRSLLPGDVIKFFD
VTRGTQKGFITNVEVVASVKVLLANHTFHNVDCKDLSPLQISVIACDVDWQVCGACQQVCHGDNFLKPPDDTITQEQLPR
LLVVNHFRHANLQIGDKAFYTLKACDLNHFSNNQWLIKQASDNDNSEGLSEMTERSEYTSPPSDSQTEGSGVRKVKKVKD
NGNAETSKADRGEVTAADSAGNSLKSESSRESIALGNDSKGSSESIAEATSGKQKEARSTDGVEASGETNPADVHDNHHT
AGSDSADGDDDSDGGETVTPKSKGGGSLKHDPGSSHSLRFPNKRRKKRLRRKRKTVPPLKINVGDKVCVEVTHTCTTVDI
VWQDGSTAEKVLSTDLIPVFHLDELEFFPGDYVSDKRENADSSIYGVVLFADHKSRLCHIKWFSREGKELFEERGVSVYD
IMEHSDFVFSAGDVVVRVVRDDSEYMEAVEGEAVERPTPCVGQVTLVDKEGSVFIKWVDKTVSKVKPQELYKIDAEDILR
VMITGPVDTPYEHGLFVFDVRLPQDYPASPPLFHYLSQCSGRLNPNLYEDGKVCVSLLGTWSGRGSEVWTSKSNVLQVLV
SIQGLILCSEPYYNEAGYEKQRGTAEGRENSRMYSEMVLLKLVQSMERLLNKPPEGLQNEILQHFAHHGARLIQKLKRWV
NFPPEQTAAVPSCEDKRASDNTAGQNQPQSDTNREDNSAQASNLEENRTTESEPEPRKELSTDDVANGDTERRAVGNKRP
CEAPDKSPDVNSSDAQPQDTSREEAASNKDFPEYPLFPLSRGFCLSLTRALDSFRAALEKAHLPDCLE*           
>Adig_9078v105982                                                               
MAATRRLGKELQDIKSSGIKIFRDIHVDESSILNWQGLIVPENPPYSKGAFRIEINFPAEYPFKPPKFAKLRTFRSHSCC
NAKIYGKTVLNEEIILVNKYPKIIKPNYVKVVIQALVALIHDPEPEHPLRGDLAEEYTKDRKKFIKNAEEFTKKHAEKRP
AD*                                                                             
>Adig_11033v100694                                                              
MEAKYNLRSPGVKRLMREAKELNQPTELYFAQPLEDNLFEWHFTVRGPPDSDFAGGRYHGRITLPPEYPMKPPSIMLLTP
NGRFEVGRKICLSMSAHHPETWQPSWSIRTVIMALIGFMPTPGAGAIGSLDYTPQERKVLAKRSLEWTCSGCDVCMRSVL
LETAGETSKEAEKEAAELAAQITFKGENEKEKLSGESKATTATPESSQQEAATPTSISATNPPIGVSPWGTNPMGYPPQY



YAGYQSAYPYYATGYPTYNPMNSHLLTSQGYASYPTSSVNQNTLSTSQAQTVPSQSNQTTLNDSGSNSVRQRTAVSQTGV
GQNMVQAAANVGSTSQNNSASVIDTQPRITQSSMLSLVVLWLIAVSIIALICRRIFVVS*                    
>Adig_11830v108545                                                              
MAEQTTSSESERRTQEACTTGKRPAKNKVASSRPLKSPCTSVKRIQRELAEIALDPPPNCSAGPKGDNLYEWNSTILGPP
GSVYEGGVFYLDISFPSDYPFKPPKVSFRTRIYHCNINSQGVICLDILKDSWSPALTISKVLLSVCSLLTDCNP      
>Adig_12085v108775                                                              
MSGEKQGALLLKKQLADLNKNGAEGFSAGLIDDENLFKWELMIVGPPETFYEGGLFKAHLYFPKEYPHRPPKMRFISEFW
HPNVHKDGEVCISILHEPGEDKYGYEHASERWLPVHTVETILMSVISMISDPNDESPANVDAAC*               
>Adig_12594v109251                                                              
MAYQKRVHTTAASRLRQDYLRIVKDPVPYITALPLPSNILEWHYVVRGPENTPYSEGYYHGKLVFPKDFPFKPPRIFMTT
PNGRFKVNTRLCLSISDFHPDTWNPAWSVSTILTGLLSFMVCYYNS*                                 
>Adig_13393v109995                                                              
MHSRAYLLLEKERFKLQKENLPWGIQAKPLNEDDMFTWEGSIKGPKDTMWEGGIFKLYLQFNEQYNAQPPRIFFHTIPFH
PNVDPTTGQICADFLDDMHSWKEFYSIPYMLLSVQMLLSNPVIENAVNPNAAQIFATSPTSFRQMVLDCVLASKRVEAGL
KPYVANDVDLTRSPPTGQVQSNGTVDQELKEEINKQLEEHNSIMYGKFEKSGQNIAELKSNKMQLLRRVYLPKQQEALLS
NDSPSQGTVPSSPSPAMTARNLDPREHEVDELLSWTNSLPWQ*                                     
>Adig_16181v112572                                                              
MAAQPLSSAVRALQLELKKLTEEPVEGFVVNVPDECNLFEWDVAIFGPPGTLYEGGYFKAHMSFPPGYPYSPPTFRFLTK
MWHPNIYESGDVCISILHPPVDDPQSGELPSERWNPTQTVRTILLSVISLLNEPNTFSPANVDASVMFRKWRDSKGKESE
YEKIVKKQVSRSKIEAEKENIKVPTTVDEYCVKSRPSRSETEDVTDFYDDDYADDLDDDDEEEDCMEYSEDSGNEET*  
>Adig_17520v101533                                                              
MASVFRKFVRRESRNGDGTDKSGCKAKGGGDHKKERKDDAFGNQIQDDETRHSNNSHPAKSHGGNGLKKNAEICEMSSSH
AQRVRSKRLMKEFHDVTKRCDTKLFSAELVEDNLYEWNVKLFIIDTDSLLYRDMIETGTKFILLNITFPDNFPFAPPFMR
VTAPRIEGGFVLDGGAICMELLTPKGWSSAYTVEAIVLQFSAAVVKGQGRIDRSKKKAFSKKEAESAYKRLVKTHEKYGW
VTPPKSEG*                                                                       
>Adig_18103v114203                                                              
MASTSSNVENLHPQIIKQVAKELSVLSSDPPEGIKVFTNEEDVTDIQATIEGPAGTPYEGGLFRVKLVLGKDFPTAPPKG
FFMTKIFHPNVANNGEICVNTLKKDWKPDLGVKHILLTVKCLLIVPNPESALNEEAGKLLLEKYEDYSKRAQWFTDIHAK
HNRTSKVENMDKGDAVEATQGIKRANDKVLDKKKKEKKRALKRL*                                   
>Adig_19002v114975                                                              
MLFQANVTLAFLQMMTEEEKVARCFSRSPLSTRAAAAIIGFLDSLCGRKCLDLKVQNMEKYSFDPRDLLVKILTSLVRMA
NASEDREFVKCLADNPDYSRLSFEKAIHVIQRENLVSEHVIQDLRKLLQEVGSLLARFEDNPSPCDDKVNGNETEIPPLE
EVPMGDEEGACAPLNEDEAYIAALEPQKFDTAELVEVHAFRCRANKPICSRSGRALMRESTQLMNSLPIHPNASILVRQD
ENRMDFVRALITGTTDTPYSRGCFVFDIYFPSSYPADPPLVKIITTGNGTVRFNPNLYADGKVCLSLLGTWHGGDASEKW
DPKKSSLYQALCKEYNASIKLYTIRHAIVGQLREPTPGFEDVIRTHFRLQKEALLKQCSEWIAQCADDDEETRMRKAVDM
LKVELEKL*                                                                       
>Adig_19742v115554                                                              
MITLAKKIKEEKEKKEKGQGAADSAKTSRVSVRDKLLAKEITELEANLPESCKVEFHDPNVLHKFTLTIAPGEGYWKEGI
FIFLIMIPEEYNIKPPHVWCETKIWHPNISENGEVCLSLLREHTLDGSGWAPTRKLKDIVWGLNSLFTDLLNFDDPLNVE
ASELYFKNK                                                                       
>Adig_19880v102025                                                              
MALKRINKELQDLGRDPPAQCSAGPVGDDLFHWQATIMGPPDSPYQGGVFFLTIHFPTDYPFKPPKVSFTTKIYHPNINS
NGSICLDILRSQWSPALTISKVLLSICSLLTDPNPDDPLVPDIARIYKTDRQKYGETAREWTRKYAM*            
>Adig_19946v115704                                                              
MERELNILAKEPPPGISCWMVNDQIDKLEAEIQGSDGTPYNGGSFRLEINVPERYPFYPPKVRFVTKIYHPNIDGNGRIC
LDTLQMPPKRNSNTINHSLFKKPKNGLSNMLRVTRLGPVLQSAPPHFIGVYKWGWSLGKIDIVKVEETTRG*        
>Adig_20898v102323                                                              
MRDQNRTSSRSSSITSQSGTGPRSPSVEALKIMSKLEEEENKRLKSDGDKSWLQGPHSLSRQSCRFELPMDMRILEELSP
LQYVSKFCRVSGRRKTLFRHYFTKNDRDRDGNVNRKELHAALRELYAQSISTEQVDAILEHLDIDKSVGVFDLDVFTAVA
AFSERYLRYRYSLAVLDGSEKRTVLEETDFCALRWKLEGCQRAEWCSPLELNVYAYIGQEIIIMSNIAIKRVQREFKEVI
NSEEILRCKIELVDDTYTRLRGEIAGPPDTPFEGGNYQLDIFIPDTYPFNPPKVNFKTKIWHPNISSVTGAICLDILKDQ
WAAAMTLRTVLLSIQALLSAAEPDDPQDAVVAQQYKENPEIYKKTARHWAEVFAGAPSSKDRDCEQKISRLTSMGFTKNQ
SLVALSTHSWNAERAVESLLNS*                                                         
>Adig_21828v117139                                                              
MAEQETGGVGAVSQDVNNERSRPTQIRKEIKVASSRPPKTTTAAKRIQRELAEISLDPPPNCSAGPKGDNLYEWHSTILG
PPGSVYEGGVFFLDIQFSPDYPFKPPK                                                     
>Adig_22035v117308                                                              
MSLKRDFISRVQKELKQLQSLKPHGIEVTLPSDSLQIWEAVVPGSEESLYKGGRFKVQVYLPENYPLGPPTVRFLSPIYH
LNVCPATGHVCLGFLSEATWLPTRCVQDLLSALFALLIRPEPEIAADQTLLNMYNQNRTVYEEKARKSAREAK*      
>Adig_22843v117984                                                              
VGPGYPHDAPKVKCETKVYHPNIDLEGNVCLNILREDWKPVLTINSIIYGIQYLFLEPNPEDPLNKDAAEVLRANRRLFE
QNVQRAMRGGYVGSVYFERCLK*                                                         



>Adig_23178v118260                                                              
VLITGPSDTPYANGCFEFDVYFPQNYPESPMFVNFETTGHHSIRFNPNLYNDGKVCLSILNTWHGRPEEKWNPQNSSFLQ
VLVSIQSLILVHEPYFNEPGYERSRESLSSEFSSPFCERILLPSDQEPLE*                             
>Adig_23181v118263                                                              
MCGSLAKDFHKLMKSIASFSDNQAEVCHYEENLQAFQVEIIPNDGVYCGGRFKFQVNLEDYPYAAPNVTCETRIYHPNID
HGSGEVCLNLFEEWNATNSLEDCVQGLLFLLYNPNLEDPLSVLFDSETENYDEFVENVWLSLQGGEVEGFVFERNLVNEG
SVEDKYNESTNCQSQNEAEAEVNDAKATQSGVMQDMVELNKTAGTGNTETSEDSKLNSKCYDTGDFILGKIHPHRTEGEM
AGLVKE*                                                                         
>Hmag_XP_002158034                                                              
MRQNLVPVASKDAVAAEMAAALQIREQPFYGGQFAGNDCQKLLKHTDVSQNLNKALHSMPCLLLKLSDVLKGLCVISGES
INELHDVTDQRDEDSTFYNNYFYPGQQIQGIARVFKEAKWILGTKPAIKNQGKVKAVVEQVDLTKLMIDWQLLGYSGSQQ
DTNLPYNQHLTKEEVMSKDFSVLKNYRDNNIQIGDKAYYILTQADVDQCLSEISKVTKKDKVNEKGASKTVISDDDDDSD
SDIEVEPVIGTNSLSSAPNSSRRGVVRPRRRRNVVLQKRKKRYHPLVSFVAGEKICVEICKTKTKAAVLWQDGSFSENIP
STELYPVMNLDDSEFFPGDFVVDKRANSLPEKFGVVQMADNTARVCTVLWFYGHGLNDKQEIENDVSVYDIADHRDYTFR
AGDVVLRLASEDNSNENENENVIVSPAGQDDDNWDNEVENNSVYSLDGDEEEWETASDASDATFETVYDNINPLEDIIMR
SLASLNTTSSSNNPHVGSVDSVIGLNQRTADYLNKLSQQFARESSVDSTTTENSTKCVSEDVQTLDAESVFLQNNQTFNQ
TINGFSSVECVPSCHHFFNNVLVPTNTRTFNAAVLKEVKMIKAHLPSGIVVKSFDDRMDLFSVLIYGPSGTPYEGGIFYF
DMQLPENYPNVPPLVHYHSYCTERLNPNLYEEGKVCVSLLGTWSGKGSETWTSKSSLRQLLLSIQGLILCEEPYYNEAGY
EKQRGTDEGKENSRMYNEMAVIKNMQSILRLTARPPEIFLNEVTSYFQENLPRVLIYGPSGTPYEGGIFYFDMQLPENYP
NVPPLVHYHSYCTERLNPNLYEEGKVCVSLLGTWSGKGSETWTSKSSLRQLLLSIQGLILCEEPYYNEAGYEKQRGTDEG
KENSRMYNEMAVIKNMQSILRIIKKCENWLNSSDFPPAFPLFPLSKGFCATLSRILEQLRENYSNSKTVVN         
>Hmag_XP_002158031                                                              
MNSRRAGNTTRRVKNDESSLKNPVYSAKSNNSVRSRLMKELSEIMLSSNKSVTAFPDEENTFKWHGKIKGPADSIYQGLA
YKMSLNFPENYPYEAPTIKFVTPCFHPNVDAQGNICLDVLKEMWSSCNSVLSVLVSIQSLLQDPNIESPLNPQAATLWKT
PIEYKRALISASSDAIEVFNSW                                                          
>Hmag_XP_002157996                                                              
MTSTSNATDPLQESSVSESTESTFGSETATEASETVKRAKYQSKITSNKKNSNAAKRIQRELADITLDPPPNCSAGPKGD
NLYDWVGTILGPKDSVYQGGVFFLEITFPQDYPFKPPKVIFRTRIYHCNINSQGQICLDVLKDNWSPAFTVSKILLSVIA
LLTECNPADPLVGNIAHQFLTNREEHDSLARDWTRRYAT                                         
>Hmag_XP_002155706                                                              
MGDLHQKYNLKSPAVKRLMREAAELSEPTEQYFAQPLEDNIFEWHFTIRGSPDTEFAGGHYHGKITLPPEYPMKPPSIIL
LTPNGRFELGKKICLSMSAHHPETWQPSWSIRTVLLALIGFMPTKGEGALGALDYTIEERKVMAARSLDWSCDTCQINNK
TCLLQSKPGFESNMDEAKELATQISFKGEVEKLSESKSTELNETSSNKPSTNAPSTNIPASAPELRQRKPIFTTNQPHVE
VVHRRSFFYVSVDYFTLGMMWIIAAVLVVLVVRRLAMEKENVSGGA                                  
>Hmag_XP_002158265                                                              
INTKRMISKSRVKIYIGEENLYSETDTEELNILLYHIKLTSDFVQHKADNKELSAANKSDTVVVCTSESNNAKSSEQLYL
AVMSQLQFDTYEIITIKGNGILQFNVPFYYESTVRSAASTNNDTSNSLRARRLAQEFATLSTSLPLSYSSTLFLRCDSER
LDVIKVLITGPEDTPYENGCFEFDVYFPAEYPTSPMSINLKTTGKQTIRFNPNLYNNGNVCLSILNTWSGRPEEKWNSQT
SSLLQVLVSIQSLILVSEPYYNEPGYEQMRATLQGQQNSRDYNANIQQATIKWAMVEQIKNPTLCFKEIIHKHFLLKQTR
VIAQCERWLAELQLKDRTSTKYISKTTQNALIECCGEEICEQNVSRVRESNYYAIMFDEITDASHKSQMTTILRYLMPDG
SVRENFVGFVDLHDQNHQTNSNASIYNEPILDDKVIGQTENCEGMLKEIFWAAEKAIAEKDGSFTYKRIVKRQTCQESIP
LDTMENITGDQFIFLLDAFTST                                                          
>Hmag_XP_002164190                                                              
MSSPSPGKRRMDTDVVKLIESNHDVTILGGLNEFVVKFFGPKETPYEGGIWKIRVDLPDKYPFKSPSIGFLNKIFHPNID
EASGSVCLDVINQAWTALYDLNNVFESFLPQLLAYPNPIDPLNGDAAALYLHKPEDYKKKIKEYVKKYASPEVLAEQEEA
NMSDSSESSLSEFSEDETADMEL                                                         
>Hmag_XP_002166717                                                              
YEIDCLKINDYCFDTVRLNVSLFPGYCLSVQYHGNTEAHKQNVCPSLIRETIVFKEMSELLYSKNIEPVQATSYFDINEL
FDMKLLKTKCRFTRKSKEHLAANEISQTCIHKTKRGASEMLLKTVTVNERASLPLFHSLVNFHEITIYDTQRKCTLSAFG
NQSSIKIAVDNNCNAEHKILEKSVSSPNLSTLGSTKSQALPEVCVQSKNVDIRASLPLINSLLTLNANNMIYNQDNYKKK
CNKLSHRPFVQNLSSNVNKIDCDVLIEDYLLTTQRYWSPTKRHKAVTLRGEGYSYMEIAEKLGNGATKSEVRKVCERFKA
TNTFKNMPKNEKIKKTTVNDDRIIMRLALENRRATSAEIKNDLEAAGVSDPISVMVWGCMTRDAVGRIHIVDAYIFWNNI
LPIEPIKDFKPKGYATHIHTPTRTAYIFWNNILPIEPIKDFKPKGYATHIHTPTRTGIFDPPIFHPNVFPSGKVSLSLLE
KDWVPQITIKQVLLGIQLLLNDPNFNDPAQVEAFVVHSKGKHLYEQRVKEQAKLMNI                       
>Hmag_XP_002158750                                                              
MAATRRLAKELDDIRKSGQKVFREIHVDESNILNWQGKVCTDTPPYNKGAFKIDIIFPAEYPFKPPKVTFKTKIYHPNID
EKGQVCLPIISPENWKPATKTDQVIQALAALISDPEPEHPLRGELAEEYTKDRKKFMKNAEEFTKKHAEPRPNE      
>Hmag_XP_002160616                                                              
MDYNACFYDGFWWVGIAEDVSELDIKVRIMHPHAPGKNFYIHKNIRSNPVVFTGITANNVHYWAKGTGFGTGSLASNWDI
GMALSAKKKEEMQLMVLAAFLCEENKILHETCMIFENSCLTEVLSGFLRNDSIFDMSHHIVLYHAILKLVRSLASSTITL
KLLTGVKGMSKEKSSTIQNLLLKLKTCVETYNKRLKINTKRMISKSRVKIYIGEENLYSETDTEELNILLYHIKLTSDFV
QHKADNKELSAANKSDTVVVCTSESNNAKSSEQLYLAVMSQLQFDTYEIITIKGNGILQFNVPFYYESTVRSAASTNNDT



SNSLRARRLAQEFATLSTSLPLSYSSTLFLRCDSERLDVIKVLITGPEDTPYENGCFEFDVYFPAEYPTSPMSINLKTTG
KQTIRFNPNLYNNGSVCLSILNTWSGRPEEKWNSQTSSLLQVLVSIQSLILVSEPYYNEPGYEQMRATLQGQQNSRDYNA
NIQQATIKWAMVEQIKNPTLCFKE                                                        
>Hmag_XP_002165933                                                              
FDMSHHIVLYHAILKLVRSLASSTITLKLLTGVKGASKENSSSVVKLLAKLKSCVETYNKRLKLNNKPKKTVTKSRVIVY
KDEEDLSPETDTEELNFLLDHIELVVDHLVLTLVNFLDTYEIVTEKEDGTLQFNVPFYYASTVRSTVSATNDSWNSSRAR
RLAQEVATLSTSLPLSYSSTVFLRCDNERLDVMKVLITGPEDTPYENGCFEFDIYFPAEYPSSPMSVNLKTTGKQTVRFN
PNLYNDGKVCLSILNTWHGRPEERWSPQTSSLLQVLVSIQSLILVSEPYFNEPGYERMRATPQGKQNSCDYNTNIQQATI
KWAMIEQIKRPSLCFREIIHRHFLMKQADVISQCERWLAESKQNTRCYESLNNTLAELKIELMKLEKNQNSSITKETVEV
DESITENFTSSTVIYL                                                                
>Hmag_XP_002163965                                                              
MASGLPRRITKETNRLLTEPVKGITAVPDEQNARYFHVTIAGPGESPFEGGIFKLELFLPEEYPMAAPKVRFLTKIYHPN
VDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAEKWKVNEEQAIETARAWTRLYASANTQ      
>Hmag_XP_002155125                                                              
MAIDQANLLLKRQLQELNKRPVEGFSAGLVDDENLLLWEVMVMGPPDSFYEGGFFKAHLIFPKEYPQKPPKMKFISEFWH
PNVAKDGDVCISILHEPGEDKFGYERPEERWLPIHTVETILLSVISMINEPNDESPANVDAAKEWRDHYETAFKKNVRRC
VRKSQEFL                                                                        
>Hmag_XP_002164720                                                              
MAGAALKRLMAEYRRPANEENFFEWEALIRGPDGTPFSGGVFVAKLIFPHDYPLSPPKMRFQSEMFHPNIYTDGRVCISI
LHAPGDDPMGYETSAERWSPVQSVEKILLSVVSLLAEPNDESPANVDASKIWRDDREKFNRIADECVRKSLGILSK    
>Hmag_XP_002164659                                                              
MAGAALKRLMAEYRQLTINPSDGILAGPANEENFFEWEALIRGPDGTPFSGGVFVAKLIFPHDYPLSPPKMRFQSEMFHP
NIYTDGRVCISILHAPGDDPMGYETSAERWSPVQSVEKILLSVVSLLAEPNDESPANVDASKIWRDDREKFNRIADECVR
KSLGILSK                                                                        
>Hmag_XP_002162334                                                              
ADTPYAGGVFFLTIHFPTDYPFKPPKVSFTTKIYHPNINSNGSICLDILRSQWSPALTVSKVLLSICALMADPNPEDPLV
PDIARLYKTDRKKYTDNCKEWTRRYAMQ                                                    
>Hmag_XP_002157944                                                              
MSNIALGRLSEERKAWRKDHPFGFVAKPVKNTDGTLNLTNWECSIPGKKGTIWEGGAYFLRMIFKDDYPSTPPKCKFEPP
LFHPNVYPSGTVCLSLLDEDKDWRPAITIKQILLGIQDLLVAPNVRDPAQAEAYTIYCQDKQEYEKRVKAQAKKFAAK  
>Hmag_XP_002170636                                                              
YFLTKIFHPNVAKNGEICVNTLKKDWNADLGLKHILITVKCLLIYPNPESALNEEAGKLLLEQYAEYSKQAKMITEIYAK
PVKEIKENDLSKSTDSNNKKRVAEKLDKKKMEKKRALKRL                                        
>Hmag_XP_002165782                                                              
MSKASLPSTSTKRLLKELADLSKESIDGIVFDSDRISTNLLKWRIWVIGAEDTLYHGEKFELEFTFGSKYPFESPQVVFI
GNNIPLHPHVYTNGHICLSILTDDWTPAMSVTSVCLSILSMLSSCKVKQLPPDNDRYVRTAGKNPNKTKWWYHDDTV   
>Hmag_XP_002162693                                                              
MALIKHSRPLKTMHENFSGDLTKLNDYILNNIIGGKKVHSNISGQRVQQQHYLQLVKNISNISNNQAFILDSDVCNKFML
SISPNDGPYSGGCFLFFFNLPLNYPHAPPIVQCQGHIYHPNIDDDGEVCMSVLDEWRNDSNDLLDCVQGLLNLFHHPNLE
DPLSPYFSPNELNKTSFESNVKLSMSGGVIDGVAFDNVLRYNVF                                    
>Hmag_XP_002160722                                                              
MALKRITKELQDLGRDPPAQCSAGPIDEKDMFKWQATIMGPPESSYQGGVFFLTIQFPPDYPFKPPKVTFVTRIYHPNIN
SNGSICLDILRSQWSPALTISKVLLSICSLLTDPNPEDPLVPEIARIYKSDRTKYNDLAKEWTKKYAM            
>Hmag_XP_002169291                                                              
MNIFTIYDILTGDVCISILHPPTNDPRSGELPQERWNPTQNVRTILLSVISLLNEPNTSSPANVDASVMFKKYQLSGDKE
YQTIISKQVLNSRLEAEKEGIHIPSSIEEYCIKHKPHSQSDSNIDICDDWYDDDDDYLEQDDEEECFDNDDSGNEDQ   
>Hmag_XP_002168321                                                              
MSISYSASVHEAMHKLSGLDMGVMENNEEMGSSLKSNEHIRRTKCKGSSQNLVIRKNNQVSYSQERFISNSHKVQLILLL
SDYLKRDGQEVYICKGDANTKIVSKSLEVAKEISQCILQIMSNIATARIQREFKEVIRSEEVSKNNIKLELVDGASFTKL
KGEIVGPPDTPYENGRFKLDINIPETYPFNPPKIKFLTKIWHPNISSVTGAICLDVLKDQWAAAMTLRTVLLSIQSLLAS
PEPDDPQDAVVAQQYKEQHEVFLKTAKHWTITYANGSNELDNDCQMKLQQLLDMGFDKESSMIALSTHGWLIEKAVEALF
NK                                                                              
>Hmag_XP_002165312                                                              
MAEKQEVKKKEKESRKRIGAGRIQRELGELSLDPPPNCSAAPKGDNLYEWLATIMGPQGSPYAGGIFFLDITFPQDYPFK
PPKVIFKTRIYHCNINSQGVICLDVLKDKWSPALTISTVLISLIALLSDCNPADPLVGNIAQQYITDKETHDLTAKEWTK
RYAT                                                                            
>Hmag_XP_002168516                                                              
MSNIATARIQREFKEFIRSEEVSKNNIKLELVDGASFTKLKGEIVGPPDTPYENGRFKLDINISELYPFHPPKIKFLTKI
WHPNISSVTGAICLDVLKDQWAAAMTLRTVLLSIQSLLASPEPDDPQDAVVAQQYKEQHEVFLKTAKHWTITYANGSNEL
DNDCQMKLQQLLDMGFDKENSTIALSTHGWLIEKAVEALSGLGLGNRSKNVKEDLARLSAELKNFYLNGEISKLQPPFNV
PVKVDLIHKYVDLCIVDAEKPQMDADFIIERKKFLEKQMSYTPTPYSDIFMNEKSVMLISGIAGIDIINDFDISKHTALF
IIDGLDEFKYINELLNPSSCCTYPIVNALAEVQNYKHVVAGRVYAIDQYQNIYTKKNHKLTIQIMGFNENGINNYDGELN



KDMKSYKNVVRPCLIEKFGETLVINLVPPPELHLFEHIVTQITDVLMAEGSIKKFLIGKTVTRHGYNGGGFDGPNLTEGC
FEMKLSLEFSKDIQEFVSEMCNLHNYSLTLSRPQAIDTEYVCSKGSINSLRNQGKIRAILYRLLCENFKSHDNNLFIECF
YESQSSFTNKIKSIVTKRKWCILIDDKKTTYATSCENYFLNLYIKSRGKLAWLEVDKNVLRDEERNLIIKCSTNVRNVKF
HRPIQFERWKPKKKIQWLLVHISNYIITKSDFKENFLPWINLCKGLELFLHDDIDFIDDIFEWIRCSNIKEFLRITGYII
INTEILSKVLSLLMCPQCEKCALYLGDHPKKKKGLATLLYLKCTTLSCDYKHEFYTSVACGKGFDINNRTIYAMRVLCHG
HTGIEKFTQLINMPKPMTPKNYSKITT                                                     
>Hmag_XP_002169252                                                              
MSAPKKRLNTTASARLKQDYMRIKSDPVPYIIGAEPLPANILEWHYVVKGPEKSLYEGGFYHGKLIFPKEFPFKPPKIIM
ITPNGRFKTHTRLCLSISDFHPDTWNPAWSVSTILTGLLSFMLEKAPTLGSIETTDYQKKQYAMNSLDFNIKDELFCELF
PDITN                                                                           
>Hmag_XP_002167920                                                              
MPVSKKLPPEPTPDEELLMKESLKEKLLPLNENLHNENIKSYGPFFLEYSIAAEFNHVKKTRLPGVYVIPSAKDPLVWFG
VLFIRQGIYQDGVFRFSIVIPSNYPDGDCPSVIFKPPVYHPFINATTGVLDIERAFSSWRPNVNHLWQVLLHLRRIFYKF
DSKDPVNRQAAELFDKDLIAYEKKVKEEIEHINNYLYDDEDNTDPHAIRFTEWNPDIHEELKSSIVRQQLENFNVMQKKI
EKSNTCYNLLKKALCYFVTQWWHT                                                        
>Hmag_XP_002165516                                                              
MSTPARRRLMRDFKRLQDDPPTGVSGAPSENNIMLWNAVIFGPDDTPFEGGTFRLTMEFTEEYPNKPPIVKFISKMFHPN
VYADGGICLDILQNRWSPTYDVSSILTSIQSLLDEPNPNSPANSLAAQLYQENKREYEKKVQAIVEQSWQNT        
>Hmag_XP_002156604                                                              
MAFIKHSRPLKTMHENFSGDLTKLNDYILNNIIGGKKVHSNISGQRVQQQHYLQLVKNISNISNNQAFILDSDVCNKFML
SISPNDGPYSGGCFLFFFNLPLNYPHAPPIVQCQGHIYHPNIDDDGEVCMSILDEWRNDSNDLLDCVQGLLNLFHHPNLE
DPLSPYFSPNELNKTSFESNVKLSMSGGVIDGVAFDNVLLYNVF                                    
>Tadh_XP_002117915                                                              
QDLGREQPAQCSAGPVDTNDIKLLIGTIMGSTDTPYQGGAFFLTIQFPPDYPFKPPKVTFVTRIYHPNINSNGSICLDIL
HLLVDKACLLLTFIKCGLVLSSICSLLSTPNPGNPLAPEIANIFKTGRPKFNELAKEWTKTVDAINN             
>Tadh_XP_002117912                                                              
MALKRITKELQDLGREPPAQCSAGPVDTKDMFKWQSTIMGPTDTPYQGGVFFLTIQFPPDYPFKPLKVTFVTRIYHPNIN
SNGSICLDILRSQWNPELNVSIVLSSICSLLSTPNPDDPLVPEIARIFKTDRPKFNELAKEWTKKYAM            
>Tadh_XP_002117604                                                              
MINLFSIKQQKKEEEAKGGNTNRKRASAAQLRITKDVNELTLPKTCKIDFPNPDDLLNFKLTILPDEGFYRNGRFVFSFK
VSVYHPNIDLEGNVCLNILREDWKPVLTINSIIYGLQFLFLEPNHDDPLNKDAADVLRQNRQLFEQNVSKAMRGGYVAGA
YFDRCLRN                                                                        
>Tadh_XP_002116889                                                              
MSGIATGRLSTERKLWRKDHPFGFVARPMKGPDGALDLMNWECVIPGKKGTAWDGGYYKLKMIFKEDYPSSPPKCKFDPA
LFHPNVYPSGTVCLSLLDEDKDWRPSVTIKQILLGIQDLLNEPNINDPAQVEAYTAYKENRVLYEQRVREQAARMRPV  
>Tadh_XP_002116577                                                              
MASVGASNHNPSSSYQWDPTLDKANDEKPKHTCVLRIKRDLAAILTDPPPGMFIVPDDDDITKMHALILGPFDTPYEGGF
FYFFLKFPVTYPIEPPKVKLMTTGEGLVRFNPNFYKNGKVCLSILGTWLGPQWKPTQTLSSVLMSIQSLMNARPYHNEPG
YENERRQGDSHRYNECIRHETLRVAVCDMMEEKVDCPTQLRNVMIENFKLFYPQYNSLASDRICLDGSQMQDPFMQNTGT
FNYQKILSRLTNLNATYQ                                                              
>Tadh_XP_002116370                                                              
MSQNKKETSRSTRQEATTAQSSGSKNAGNKTKALPLSSRRILKELADISSDPPPNCSAGPKDDNIYEWLCTLLGPAGSVY
EGGIFLLDLHFTNDYPFKPPKITFRTRIYHCNINSQGMICLDILKENWSPAFTISKVLLSISALLSNCNPKDPLVGSIAT
QYLNERQEHDKIALEWTKKYAK                                                          
>Tadh_XP_002116350                                                              
MSNQTTPALRALAQELNKLTNEPLEGCVVGLVDESNLFDWDVAIFGPPDTLYEGGYFKARLIFPNDYPYSPPQFRFTTKL
WHPNVYESGELCISILHPPVDDPFSGELPSERWNPTQNVRTILLSVISLLNEPNTSSPANVDASVMFRRWRESLDKEYER
IVRQQVLNSQHDAEKDGVQVPTTIQEYCLKTTRNSIQSKGNLGNCSYDDDDEDYFYNDDNDILDDDTSQESYEEDESQDE
AEEITTNQSENISNNESETF                                                            
>Tadh_XP_002116179                                                              
MLKTSRVKHELQLLQQLLPQDIICKPINDSLCEFKASIVGPPASPYADGVFDIEVRLSDRYPFQPPLVKFATPIYHPNID
QSGRICLDQLKMPPAGCWSPSLNIASVLIAVKQLINEANPDDGLMADISAQYKSDRTEFNAVARQWTIKHAIAKVR    
>Tadh_XP_002115842                                                              
MALKRITKELQDLGRDPPAQCSAGPVGDDMFHWQATIMGPPDSPYAGGIFFLNIHFPSDYPFKPPKISFTTRIYHPNINS
NGSICLDILRSQWSPALTISKVLLSICSLLCDPNPDDPLVPDIARVYKTDRSKYNTSAKEFTEKYAS             
>Tadh_XP_002115067                                                              
MTSGGIFRVLLYFSENYNVKPPRLLFHTIPFHPNVDMQTGRPCIDFLDDESLWSDKYDIKYILQTLQTMLSNPVLDNAVN
IEACRAIESSQDVYEAMVKDCVEASKRVADGLTPFPEPDHDEERRIDDTRFDMPLNLISNSHVSYEQYYNTWMYLGTASS
KPDYSDAEFLVNKYYTNMDLNSAKANEATTKSSSLFHGQFKHKSQQKSLKELKATKIELAKKLGLSNIKENAAETEEFLM
ESEMLPNPAKTNYDSQDQDWEKEVDSLVQWTNNLGDVDSIY                                       
>Tadh_XP_002113947                                                              
MSNTMEKRLQKELMKLVSEPPAGVTFDSESADSKLTLWKVKVVGAKDTLYDGESFILQFKFTPKYPFESPQVIFIGPNIP



VHPHIYSNGHICLSILTDDWSPALSVQAVCLSIVSMLSSCKKKVRPPDNVVYVSTCSKNPKKTNWYYHDDSQS       
>Tadh_XP_002113565                                                              
MDEDQQDPNQDPYAETDQKQSLRNRYSSPVETKSSKWHSKINGMGASVRRLQLELTELTLHPPANCSAGPKGDNIYQWVA
TILGPAGSVYQGGVFFLELEFTNDYPFKPPTVTFRTRVYHCNINSKGAICLDLLNENWSPTTTISQILQSICNLLKNCIP
SKPLVDNIALLYFQDKSRHDEIARQWTQRFAT                                                
>Tadh_XP_002113411                                                              
MSPRSRLPTTATHRLRQDYLRLKKDPVPYIEATPLSSNILEWHYVVIGPEGSPYEDGYYHGKLVFSRDYPFKPPSIYMIT
PNGRFKCNTRLCLSISDFHPDTWNPAWSVSTILTGLLSFMLEKTSTLGSIETADFTKRRLAWESLQYNLNDAIFRECFPD
IVEVISLPRKKILYIRVLYKLTIEKFSLSHFIDVENTKSFG                                       
>Tadh_XP_002113235                                                              
MAAMPPHSLLSFGMFLNLNGFAEKLLSNETSARWLFRLTSGVEISTEGGNISTVAGKLSLPLKPFTALESLFHEIQFSCS
EGIDLRTEAIELGIMHLLITCLKIFGHLEPFISIDQNSVGKPIASAIYLEKSRDHDLYYMAKGTGFGTGSIASNWDVDQL
LIVQQIEESHINAILNVITSFLEYDKSTYLSLDTRVKDTISTILKKLALLFKESNFVVFINNCLRNDSVLDIAHHIPMYQ
SLLNVVRNIAKWPTLIPLLAPDVTSSEGSDGVVDFIKNLKSCIEIYLGRLRPSKKGTFKNGDKMIDEEDQDRKNIASLIP
NILTTLEIVENGIASYRNVNEDMPTLVNTNADINEEQHDGDSDQNYVAKMRSLQFDTYCITTETDENETIFNVRYHYASA
VRSAIANGSDSGSSERARRLAQEAAALSNSLPLSASSSVFVRCDEERLDIMKVIVTGPSGTPYANGCFEFDTYFPPEYPN
VPMQITLITTGNHTVRFNPNLYNEGKVCLSILNTWVGRPEEKWSPQTSNFLQVLVSIQSLILVSEPYFNEPGYERSYNTP
HGQQASLEYSANIRQATVRWAMLEQLRNPPSGFEDVIQSHFAMKRSEILKQCQNWREEYEDIVKNHSKKASKAFVNSLEL
LKKHINKLQEELKKL                                                                 
>Tadh_XP_002112990                                                              
MSTPARRRLMRDFKKLQEDPPAGVSGAPTEDNILIWNAVIFGPHDTPFEDGTFKLTIRFTEDYPNKPPAVRFVSKMFHPN
VYADGGICLDILQNRWSPTYDVSAILTSIQSLLDEPNPNSPANSLAAQLYQQNKREYEKKVSAIVEESWMNE        
>Tadh_XP_002112791                                                              
NQGVKRLMREAMELSQPTENYYAQPLEDNLFDWHFTIRGPPDSDFDGGFYHGRITLPTEYPMKPPSIMLLTPNGRFETGK
KICLSTSAHHPETWRPSWSIRTVLVALIGFMPSPGNGAIGALDYTKEERQIFAKRYDLMPYCGVNNLLNITSITRINGIL
HHR                                                                             
>Tadh_XP_002112784                                                              
MANISISRVKREFAEVVKSEEAKRCGICIKMLNENNFTKLLGEITGPPDTPYEGGKFLVDIEIPDSYPFNPPKMKFITRI
WHPNISSVTGAICLDILKDNWAAALTLRTVLMSLQVLLSAAEPDDPQDAVVAKQYNENIHLFMKTARHWSEAYAKARPIK
TQDFHEKVRKLSETGFSDDSCRTALSKSGWDEQRGMETLLDS                                      
>Tadh_XP_002111946                                                              
MAGRLPRRILKETERLLNEPVPGIKALPDEQNARYFHVEVNGPKDSPFEGGCFKLELFLPEDYPMAAPKVRFVTRIYHPN
IDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAELWKSDEVRAIETAKTWTRLYAFSEGVKS    
>Tadh_XP_002111585                                                              
MAGDTVVVPRNFRLLEELEEGQKGNSDGTISWGLEEDDDMTMSRWTGTIIGPQRTVYENRIYNTRLTCGPNYPEEPPTIR
FCTRINMSVVNSSTGEVLRSKMPVLARWQRNYTIKALLTELRRLMSAKENAKVAQPPESSTY                  
>Tadh_XP_002111497                                                              
MSTQNRNPSHNSDAKKTGEATKTSLKDGSSVTKRLQRELMTLMMSGDYGISAFPDNNNMFRWIGTIIGAKGTVYDSLEYK
LTLEFPSGYPYKAPTIRFETPCYHPNVDQWGNICLDILKEEWSALYDVRSILVSLQSLLGEPNVKSPLNTQAASLWENQE
EYKKVLLEKYRSATSQSKSK                                                            
>Tadh_XP_002111421                                                              
MSSPSPGKRRIDTDVLKLIESKYEVHILNGINDFWVKFHGPSGTPYEGGVWKVHVLLPESYPFKSPSIGFMNRIYHPNID
ESSGTVCLDVINQEWTALYDLSNIFETFLPQLLAYPNSSDPLNTEASRLQMHKPEEYFNKVNEHVKKYASEEAFRGTDVR
SYINADEESSSESELSDLSEEDEAQDMEL                                                   
>Tadh_XP_002110815                                                              
MDKKENESLSSRELETLKKIKKTQMDDYLKGTVSGSVTASDRLMKELKDVYQSAAYKNGTYTLELVNDSLYEWNVKILRV
DPDSHLCSDLKKLKKKLKYSHILLNFTFKDSYPLHPPFVRVVEPIVTGGYVMTGGAICMELLTPQGWSSVYTVDAIIIQI
AATLVQGKARIDFSAPANSYSYFRAQSSFQSMVKLHGKNGWYTPPKSEG                               
>Tadh_XP_002110417                                                              
MAGSALKRLMAEYKQLTLNPPEGIVAGPLDEENFFEWEALICGPEGTPFEGGVFRTQLIFPSDYPLSPPKMRFLCEIFHP
NIYPDGRVCISILHAPGDDPLGYESSAERWSPVQSVEKILLSVVSMLAEPNDESGANVDASKMWREDREEFNRVAKDCVR
KSLGL                                                                           
>Tadh_XP_002110149                                                              
SLPSDILVRAYEDRMDVMSILIYGPEGTPYENTFFAFDVHFPRDYPKSPPIFHYTTYSNTQLNPNLYQDGKVCVSLLGTW
VGKGTEVWTDKSNMLQALLSIQALILCREPYFNEAGYTKQQGTNQGKENSRLYNEMVILKAAEVRYKALVVTCYDCKIKL
V                                                                               
>Tadh_XP_002109248                                                              
MAANLLGQALPSEIVKRVIRELGNLMSDPPEGIKIFPNDGDVTTLYAAIEGPVGTPYEGGIFRLKLMLGKDFPMVPPQGY
FLTKIFHPNVAQNGAICVNTLKKDWKPDYGIQHILLTIKCLLIVPNPESALNEEAGRLLLERYIDYSHRAMMMTEIHAMD
YKKNSLSENVDPAKGEIATKRYFEEKKVERKTKDKKRALKRL                                      
>Tadh_XP_002108974                                                              
MSFNNRNLTESHLKDGDRKETIPQAADVADTSTQIHGPFFIEQMLLFEYKELSKHNLTGVFVLPSAHNPLCWHGVVFVRH



GVYIEGVFKFDILIPQNFPYGNCPKIIFTNPIYHPDVNPETGELYLKKSFPEWRYESEFHRFKQKVAQSIEKGRRRLFDN
DSDDPHAIKFKKWDPNVHEVALKSLLANKLMSRELWFTCYN                                       
>Tadh_XP_002108548                                                              
MLNFNLLTELQRKPTEGFSAGLQDDDIFKWAVMIIGPPDTPFEGGFFKAHLDFPRDYPQRPPVMQFQTKIYHPNVDKDGK
VCISILHEPGEDKFGYEKSSERWRPIHTVETILLSVISMLADPNDESPANIDAAKDWRENKEKFKRLVAQCVRESQTSYD
>Tadh_XP_002108521                                                              
MAATRRLTKELAELKKNEINGFRDIKVNETNILNWQGLIVPNSAPYNKGAFKIEITYPAEYPFKPPKITFKTRIYHPNID
EKGQVCLPIVSPENWKPATKTDQIIFSLIALINDPEPEHPLRTDIAEEYSKDRKKFMRSAEDFTRKYAEKRPTD      
>Tadh_XP_002108053                                                              
MQAIIKVDPVERLQAEHRIWKISHPKDFEADPMIASDGSEDWLTWLCVIPGPTKTCWENGRFRLMIYYPKDYPDKPPKCQ
FQPPLFHPNIFLSGTVALSILEEDWKPTLTIKDVMPKICHEIFNYKSCALFCNSPSSIIEVILPGIQMLLKEPNMNNPAH
AMAYTLHKTSLFEYNNRIRQQVAKSIQNNSWRY                                               
>Mlei_ML003512a                                                                 
MSTPARRRLMRDFKRLQEDPPTGVSAVPTNNNIMLWNAIIFGPSDTPFEDGTFRLTIEFTEEYPNKPPTVKFVSKMFHPN
VYSDGSLCLDILQNRWSPTYDVSAILTSIQSLLDEPNPNSPANSLAAQLYLENRREYEKKVIAIVEQSWVNTDGDADEAA
STGRTTRS                                                                        
>Mlei_ML005320a                                                                 
METSSAAALLLKKQLIELQKSSTEGFSAGLVDDSDLFKWDVMIIGPYETFYEGGYFRAILQFPKEYPNRPPVMKFTSEIW
HPNVEKNGVVCISILHEPGDDQYGYEDAGMRWLPIHTIETILISVISMLADPNDESPANVEAAKQFRDDYNGEFKKRVRA
CVRKSQEF                                                                        
>Mlei_ML00962a                                                                  
MALKRIHKELQDLGRDPPAQCSAGPVSGDDMFHWQATIMGPDDSPYNGGVFFLTIHFPTDYPFKPPKVSFTTRIYHPNIN
NNGSICLDILRSQWSPALTISKVLLSICSLLTDPNPDDPLVPEIARMYKSDMNRYKQLAREWTRKYAM            
>Mlei_ML00984a                                                                  
MSKEKVNKNCPGVKRLMREAAELAEPTEHYHAEPLEDNLFEWHFTVRGQEGSSFEGGVYHGRIMFPPEYPLKPPSVILLT
PNGRFEINRKICLSISEYHPETWQPSWSIRTVLLAIVGFMPTPGKGAIGALDWTDAERRKLAAASVRWSCKTCGIHNSEV
LLPVTKEGGDSMKKETEKYAAELSFTAEKNKSSAETGGNQENGANLPTSPTPNNTANSAVSSAPPAPPAPSSTSPAPSPD
IPAPPTPTPASPQTSPNPRITERPQPTGGVCTLLLMYLLVGVISALFLRRAGRSIYQEYFQPDVV               
>Mlei_ML01094a                                                                  
MADNSHTNGNGNGAAAVDQTAEDTADCADIDSVCATIGSVESSSCSSNSSESGGTEHSDVGTENGDTRDTEEEQPTQSSP
VNASAPSSTTSSSSESRTPKAGEKRKREAKDKPWTSLRELSPSARRIQKELADIMMDPPPNCSAGPKGDNLFEWNSTIAG
PPGSVYEGGVFILDIHFSPEYPFKPPRVVFKTRIYHCNINSQGHICLDILKDNWSPALTISKVLLSICSLLTDCNPADPL
VGNIAQQFLTHKSEHDRLARLWTKKFAK                                                    
>Mlei_ML01494a                                                                  
MASELPRRIIKETMRLQSEQIDGIKAVVNESNARHFHVIIDGPGGSPYEGGKFKLELFLPEEYPMSAPKVRLLTKIYHPN
IDKLGRICLDILKEKWSPALQIRTVLLSIQALLSKPNHEDPLANDVAEHWKKDEMGAIATECKNVYRVTDVRKLDASHHC
CKVCAKHSDNGSKDFNTCDLSKIMTTSTFALRSSINLKT                                         
>Mlei_ML02976a                                                                  
MAGSALRRLMTEYRELFNNAPHGVVAGPASEDNFFEWDVLIQGPEGSPYEFGVFPARLSFPTDYPLSPPKMRFSVPLFHP
NVYTCGKVCISILHPPGDDPLGYEHSSERWSPVQSVEKILLSVISMLAEPNPESGANVDACKMWRDNRAQFLKEADKAVR
RTLGL                                                                           
>Mlei_ML029914a                                                                 
MSSEVPLMTLKSLQKEFKDLQKDSVEGCVVWLTDDSNFLEWQVGLFGPPETIFQGAYFKAILTFPLDYPFSPPCIKFISD
IWHPNVYPNGTVCISILHPPTADEVSGELPSERWNPTRTVRTVLISIASMLNSPNINSPANVDAAVMYRKWNTNNDPAYV
DRIKDLIEKNKSLAESDGVTIPLTLAEYTTHTKPVEDTPDMGDLNLDSDYDYNYSDSDCYYSDEEEYEDD          
>Mlei_ML030010a                                                                 
MAATRRLNKELQDIKKQGLEFIADIAAKEDNILQWKLIIRPLMPPFNNGAFKIELSFPTEYPFKPPILTFQTPIYHPNVD
EKGQVCLPIINAANWKPATKTEQVLQALVALIHEPEPEHPLRSELAKEYLEERSKFMKNATEHTTKHASG          
>Mlei_ML03317a                                                                  
MDPRTRDQLETWRRKRNISGQRGISTIRKTEMKWVQIQHRTFAKWVSQHTGSNIENFKVDFIDGTIFLRLMETLSGKTVK
RYHMFPQSITQRCDNVQLALDICSSEDVKLTNIGAQDIAGGSLKLILGLVWCLIQRYHLTSIYDKKARDSLGTRDGTSKA
GLKYQLIRGLNKVLDKVKLRVNNIGDDWRDGMALTALVTYLAPAFNRDFMNIERNDYISATDDAMAAAHTHLNIPRLLSA
EDFTSDEVDELSMITYLSYFLDPAHKSVRDKYLKEHPEYVPLYKPYIEPRSQQTKTEKESPIKKLFSSYKEKLKKVKPSI
TDSKFYKEPYQIDSKERLSTSSGDTNSPKNQRAEPYQTYSRESLLQNQRSASPSSRGSHSPKSESGSPRSFLSRNKESKT
PDSRPAQGGGGVMIRHHKTIRRTAKSQCDKSSNKTCDNCSKSCGCVDPSKDNPLATTGHTDDELEVSDNERDEILEQIFN
AKSVEDLTKDDSDEPAKKPVSRFKRANTMVIRDRPQKPKLLESLSASETELRPFFRDHEILAEYKLLCNNVSSGVYVVPS
LRSIQVWNGVIFIKIGMFAEGCFKFNLNIPDDFPYSRPSLTFITPVFHPQINEHGELNLTKAFPTWTPRKDRIWHLLRYA
KRCFFSVNTFDATNSAAAASVQGSIEDYRLQAKLCVQESIRLNYSEEGSKQKDDSTVFNGKYLNDTQLQIVKDKLYKGTL
DYSIMFN                                                                         
>Mlei_ML045231a                                                                 
MQSLKNEINELHEKLSQAGEQARLKILSRNVDEILFTFLDNAEKQHSITCNIFEGYPDQAPLWCTASDNTIINNIIDKIN
SLGRSITSASQVLLNELCTAFGLSCDANIDLCNGVGSSSTALDCEMDSADDADSILSDDLSEVDVLSDTNMDSEEKADIE



MMKPEQFASLERIKQSIRKDQEQGMLYGSVQATDRIMKELKEIYKSEGYKTGVYTVSINNDNLYNWDVFLQKVDPDSPLM
DDIKKLAPNPQHIHFSISFGPSFPFEPPFVRVVAPHISRGYVMRGGAICMELLTRQGWSSAYSIESLITQISATLVKGKA
RITFNHKGTPYTFERALCSFNALVESHEAQGWVTPPKEEG                                        
>Mlei_ML046519a                                                                 
MHSRSYLLLNRELIKLKQEPLWGIEVNPLDEASLLDWDVTMLGPVDTPWEGGIFKLLIRFSPQYNDKPPEVNFFTIPFHP
NVDMLNGRPCIDFLDDCTLWNPDFSMSYVLLTIQNMLSSPNTEVAVNTEACNALELTPAMYRQMVYDCVTASKRIAAGLP
PHEDDESQDTKPAKAPSDPRNKSKTKLVHKVSYDDYLSIWNGIATTKISRNAPNPLMKMLQKDPHFKDIHIDSSDRVLRD
D                                                                               
>Mlei_ML054910a                                                                 
MAQRAGRLKKELAQLHKDPVPGISVSVPENNTSSFSCQIIGPPDTAYQDGVFEISLTLPERYPFEPPSVKFLTKIYHPNI
DENGRVCLDLLHCPPRGSWKPVLNIRTLLTSVRLLLSEPNPDDGLLADVSNQYKFNRAQFEEQAKQWTVEYAMSGA    
>Mlei_ML068120a                                                                 
MENVAPGTMRAVSKELRALNQDPIEGVTVLMNESDLTDITAHIAGPSGTPYEGGKFKVKLVLSKDFPASPPRGYFLTKVF
HPNVADNGEICVNTLKKDWKPELGIKHVLMTIRCLLIYPNPESALNEEAGRLLLEAYEQFASRAKMMTDVHAKPLQKISD
KTLPTTAATQKAAAKKKGLRRL                                                          
>Mlei_ML07023a                                                                  
MEQMAVSRIKREFKEVVNSKEAETAGVHVELVDNSFLKLRGEIKGPPDTPFDGGKYILDITIPETYPFNPPKVTFRTKIW
HPNISSVTGAICLDILKDQWAAAMTLRTVLLSLQSLLSSAEPDDPQDAVVAKQYKDDFTCYKRTAKHWAVVYAQASACQN
KEDVEALALFDKNIQQLMQMGFSEQDSRVALSSKNWNVEAAVECLFS                                 
>Mlei_ML094335a                                                                 
MPQRTGVPITAAKRLKMDRMQLAKDPVPYIVAEPLPSNILEWHYVVMGPPASLYTGGYYHGKLVFPKEYPFKAPSIYMLT
PNGRFKTNTRLCLSISDFHPDTWNPGWSVSTILTGLLSFMLETSATLGSIETTMKMKAIYARDSGAFNLKDKLFRELFPT
LVEEIEEKIRCAEPEEVAPVPEIVPLSTQPNSNILNLAVLVVFAVFAYVVKFMVQSLQ                      
>Mlei_ML106618a                                                                 
MNNSNSSESKHSELQPFFRDHELFAEYKLLCNNVPSGVYVVPSFKSLQVWHGMIFIKIGMFADGCFKFNLYIPDNFPYAR
PSLRFITPVFHPQVKPTGELNLAKAFPTWTPRKDRIWHLLRYTKRCFFSINTFDATNPVAAEAVHKSIDTFRSQAKLCVE
KSIKLFNKTEESDITPADDGNVFNVKPLASQELEKIKEKLLLGVKAPFGTL                             
>Mlei_ML114615a                                                                 
MSVFQRELRQLARTCCQLTDGQCAVSWYDDDLLRFKIKVNPRSGLYHGSLYEFTIRASDNYPLSPPIVISCEYVLHPNIN
EYGEVYLDSLQNWQQRSFDLSYLVKSLLELFHRPNFATITNEEVRDWSDVEFIRNVTVWKRTQGVPPTLDQLARRDPPRS
PNPRRYRESLGFGSCVSLVSDTGHRTSNCDCNNEYIVVTNSRKPRPTSARAARAFRQSQHAWQHTSPFSSASMIDLSDLH
DSIRGIEPDYEICSVSSDEDNFPRRGTVADTGPQFERPMSRLTESRHTDSRSRMSSRLQSRENTWNSHAAHNFLTDTPSI
SRNRNSAEQKPDVRKDLNTFL                                                           
>Mlei_ML131140a                                                                 
MTADSDFFSDHEEKEETQDTVEEFEDASSADPALTKPELEVKVETEQTAAKVEISAQGASNSPSGEKLHQKSDKDDKKKL
ADNLEKEGIESFKMMPRCPESHNHYFKRQPGGFQRSFLSAVRKDIKLISSNLPKGIWVRAFEDRMDLLSCLIEGPADTPY
EGALFVFDIQLPSNYSSSPPLLHFCGYSKTKLNPNLYPIGKVCLSLLGTWTGKGTEQWTESSNLLQLLISIQSLVLNSTP
YYNEAGFNKYKETQGGEINAKLYNEMVVYKILDHVVRMYNYPHEAFEQEIRSYHIVNIPKTLQRYEKFIKCSENDTPEEG
GITYPLLPLSKGVIPCINTLLNPLKIISAADKIFKPVPISTDEMSESGQVERPRGEGAEREESGESAALNSVEGSVTRTI
KESGNSLSDCLGNVQDSDQSRLGSLSDGSVSSSRVSAKYDPGPPPMDMIGGESRDRDCGSGTGGSRDSV           
>Mlei_ML148924a                                                                 
MSSPSPGKKRMDTDFVKLIENNYEVQILGGIHEFVVKFEGPKDSHYENGIWKVRVDLPDKYPFKSPSIGFMNRIFHPNID
EMSGTVCLDVINQAWTALYDLRNIFDTFLPQLLAYPNPVDPLNGDAAALYLHKPQQYKDKVREYVEKYASPEYVDRMEVT
SGGQVSHQAEDNDDESSMSSDYSEDECNGMEL                                                
>Mlei_ML19324a                                                                  
MDFAQKRLTRELILLQTDPPAGISLETESVACVTNCWTIKINGAKNTVFAGEEFKLQIKFTPRYPFEAPIVVFIGEPPMH
PHVYSNGHICLSILTEDWSPALSIETICLSILSMLSSCTEKGRPPGNDFYVQTCHKDPRKTQWWYHDDKV          
>Mlei_ML19407a                                                                  
MALKRIQKELNDLGKDPPALCSAGPVGDDLFHWQATIMGPAESAYQSGVFFLTIHFPTDYPFKPPKVSFTTKIYHPNINS
NGSICLDILRSQWSPALTISKVLLSICSLLTDPNPDDPLVPDIARIYKTDKKKYQEIAREWTKKYAT             
>Mlei_ML20852a                                                                  
MLKLFDLKKPGANGSGAVSSSPRTGPSAAYLRLQKDLADLSLPPTCKTEFPDPNNLLNFKLYIMPDEGYYRNGRFCFQFT
ISNNYPHEPPKVKCLTQVYHPNIDMEGNVCLNILREDWNPILAISSVIYGLIHLFLEPNPEDPLNKEAAMTLRSNRRLFE
QNVAKSMRGGYIGQMYFARTLR                                                          
>Mlei_ML271533a                                                                 
MTGIALGRLQEERKAWRKDHPFGFVAKPIKNSDGTLNLMNWECSIPGKKSTAWDGGSYKLRMIFKDDYPTTPPKCKFEPP
LFHPNVYPSGTVCLSLLDEEKDWRPAVTIKQILLGIQDLLDTPNIRDPAQAEAYTIFTQNRAEYDKRVRQQAAKYTPR  
>Mlei_ML463528a                                                                 
MAEVPRNFKLLQELEDGEKGVGDGSLSWGLEKDDDMTLTHWNATIIGPPRCPFENRIYQLHIEAGPDYPDCPPKIRFRTR
IIVNFVNSSGQVDLKAVLPRGWNKSMTIKDALKSIWSKLMNIMSTTIAKKSIVLRRGFYDKIIGIFLIVASTKNVLNNIR
K                                                                               
>Ocar_g1791_t1                                                                  



MAGIREGMGEDMEGEGEVVDIEETGIKIEIEIMIKGIQKEIVEDIHVEEELVEALGLEEIVLQSEPPFNEGAFKIDIVFP
AEYPFKPPKITFRTKIYHPNIDEKGQVCLPIISAENWKPATKTDKVLEALVALIHTPEPEHPLRGDLAEQYTKDKKKFCK
CAQDYTAQHAEKRPI                                                                 
>Ocar_g2800_t1                                                                  
MAGLPRRIIKETQRLFAEPVPGIKAVPDESNARYFHVVVDGPRESPFEGGTFKLELFLPEEYPMSAPKVRFMTKIYHPNI
DKLGRICLDILKGEFMPHHAHY                                                          
>Ocar_g3230_t1                                                                  
MEFPFCQIEWGVTYQGFYKNGRFVFSFKVGQGYPHDAPKVKCETMLYHPNIDLEGNVCLNILREDWKPVLTINSIVYGLQ
YLFLEPNPDDPLNKEAAEVLSTNRRLFEQNVYKSMRGAGTVHLLPDGSDDLSGLVGDFPLGQVIAYSALTLLIAIHVLVE
HKISRRKVLPNEPEEAVGGDPFSSIQKTDEDQVILYLQRSNSLSSAIVLTVGLSFHSFLAGLGLGAQSTVSRLLKIFGPI
IAHKSLAALALGSSIVRVGAPNHIFYTVLTLFSLSTPIGIVVGLIVANFADGQVWEATCVCIAAGTFVYIAIVDVMPEAL
DATQSLPRVLGQLFALAAGFGLMAMLAVWV                                                  
>Ocar_g3391_t1                                                                  
MSGIASGRLSEERKAWRKDHPFGFVAKPTKNSDGTLNLMHWDCGKFEPPLFHPNVYPSGTVCLSLLDEDKDWRPAVTIKQ
ILIGIQDLLNDPNVRDPAQAEAYTIYTQNRAEYDKRVRDQALQHPANYGAL                             
>Ocar_g4947_t1                                                                  
MFIVVFVFALFVFLRLVWVFQRLGRTVSRQSRPCKLLVVAGSGGHTMEMVGLVANLGDQYSPRDYVLAETDKMSENKIDE
LEQRRKPTAGHEVNRYEFHRIPRSREVLQTWLSSALTTARSILFCVPLVWRLKPDLVLCNGPGTCIPVCIAAFFYKVVGL
MDSKIVYVESVCRVKTLSLSGRMLYFFADSVVKNPFKDHFRPSQIERNEENISVKLLLDGEHEFTLLCPSDYPNHTDDFL
VESSTLGIXGLDLYGTKASHTGMDDGDEDVSCLEMDYLDGDYDAMEDEDEEDGHVGMFADDDAFTTDWELEITRKKKRWM
KKEESLRALMQKEEKVASSEAGAMKPTGEEAKQASQIFTSTAASGVLTNDLVRIIETEKRRVQAQAEARYEMTGNMAFDT
PWQRDVGFSADPIDDNIYQWHVKMRGFDPKSHLGKDLAQVDTKFGYNYIELELNFAMDLYPFYPPLVKVGAMMQRVTNME
ILKLSFWNPTKDMCSVLQEIQGFLEQWARLEVDSPRNNPDTFPGGAYVTIEHHLLRLAMVSEINPRANLKYVIEVSKAPQ
IKTRTPEKEGDAKQKPQYWAKGVGYGHHNRSGWDIKAYLAAQKEQDKQVEIVLEKILHDLASTYKIPMKGVESSEGRSTC
DADFRESVTAIVEGSALIPFLEHYLNIESFLEIGRHTSLYTAVLDMVRLLGKTQKELELVLYAKKLEEATRRASSFSLLS
LASHPSLVPLLCPLQGQKESVFHLLKALQKKAASMLKHLQGAASGSTEEEQLAQNIVGLFNTVDASIKTHAAPLMRQAEL
SRASAENLLANKPMTLTERYHFIIKPLQFDSTTIKKHHYMSEIRTGLSPPHTQIFRIAQELSSLSSSLPLTFSTSVFVRT
DDDQINLMKALITGPEDTPYSNGCFEFDIFFPSSYPKGPPKVNLQTTGNGAVRFNPNLYNCGKVCLSLLGTWEGQQGKSS
EKWNETSTVLQVLVSIQSLILVNEPYFNEPGYEREIGTKEGDLHNQEYNADVRVNNIRHAMISQLKDPSPGFENAIRAHF
YLKREHILKECEQWLAESRKASGQAYYSAVHERSMEKCVSELRSELAKLRPPPNLN                        
>Ocar_g5748_t1                                                                  
MALKRINKELEDLGKDPPAQCSAGPVGDDMFHWQATIMGPPDSPYQNGVFFLTIHFPTDYPFKPPKIAFTTRIYHPNINS
NGSICLDILRSQWSPALTISKVLLSICSLLCDPNPDDPLVPEIARIYKTDRPKYKEQAKEWTRKYAM             
>Ocar_g6624_t1                                                                  
MFKLQQKKKEEKEKKEAAADKPPPMMKQTGVKTDEGYWKGGRFTFRVNIPEEYNVKPPSVECKTRIWHPNIAENGKICLS
VLREHTFDGTGWLPTRTLKDVVWGLNALFTDLVDFDDPLNVEAAEQFKKNKSAFCHKVQDFLQNFAT             
>Ocar_g7482_t1                                                                  
PVECQFCKEKIVVRDIVRHNRKCNLYVVVCPQGCGTQLPRNELDRHCVKNVCPNLIPCDFAGYGCEFVGSQEDGIAHLSE
TEELREHLSLLVDYSEGLGTKISELEEAVAVKKNGAPVCPLLLLPGLSVGFVWLLPWASLTLGQSLSDEFVSTSRCHIAK
LVAWVVRDGDERKVYLGMQVVPNSSLIRGEVELPSSEVFTSKIHLQVFNFDCPEKHISVFYEPPYVQSPNRLVCCMFAEM
KCLENGGYLKDVGVDEVSCAFIGPRAFHLACTMSESYPSNKPMWYVDNSDDEFVVVSSIIEEVNEMAEAKHPLLSGIEVL
VGRLCDVFGLSPPDECGTLLQQLPSEREQEGEIDSDRDGDGQEEGVVCFGLVAYANVRGSSLGTGDNETTDSGCGLDSEN
KATLERGNVAGSVQATDRLMKELRDLYRSQSYKSGHYTVDLVNDNLYEWNIKLKTVDSDSQLGNDLAKLKAKEGKDFILM
TSQDSFPFTPPFVRVIDPVISGGYVLSGGAICMELLTPQGWSSAYSLEAVIMQISATLVKGRARIQFGASTVRVVYSLHR
AQHAFKSLVQIHEKNGKNEPSEPVLAIGTFTGS                                               
>Ocar_g7604_t1                                                                  
MLSDVQDFTDHCSRSLIQVLNFTAKQLFPSKENGDDDDDDDDGVHSGEDDYYYEEDDLDGDLSEPPTEATAAAQGGLAQT
EDEVTADDFFIGDGSKSAVHRLLKDLKNLKKTEGKYGVQGEPKDDNLFVWKVKLTDFEEGSLLHRDLQAYAAKYKKEPVI
EMEMKFPKDYPMNPPFVRVIQPRFKFLTGHVTIGGSVCMELLTKSGWRPTVDIESVLIQIRSEIVSDKRAQLDVLPNRVY
DEAAARQAFERMVMRYGWNK                                                            
>Ocar_g8095_t1                                                                  
MATDQAVLLLHRQLSELTKNPVEGFSAGLIDDDDPFKWEVLVIGPQETIYEGGFFKSHLYFPKDYPINRMPPGSPANEKE
LVLTCHPICLVHTDGEVCISILHEPGEDKYGYEKAEERWLPVHTVETIMLSVISMLADPNDSSPANVDAAVSLNLSLHPI
LVILLYL                                                                         
>Ocar_g9079_t1                                                                  
HNSNGRICHSVFERNYTTDTSVRTIIDCLYGLLLEPEPDDPLDSTLAEEYFCKRSEYDXXXXXXXXXXXXXXXXXXXXXX
WLLAESFV                                                                        
>Ocar_g9697_t1                                                                  
MASTSPTSSMRALSQELKKLSTEPLEGFSVTLPEEDDMFEWNVTIFGPPGTLYQSGYFKAHMSFPKDYPYSPPTFTFLTK
MWHPNVYANGEVCISILHPPGEDAMSGELPAERWNPTQSVRTILLSVISLLNEPNTASPANVDASVMYRKWKDKKDNQYE
KIVRTQVEGTRHDAAKDGVTVPCTLEDYCIKTRPESLTMLSEDLLDYYDDDYEDDEDEDDGGGAGAGGEEGSEGEEDEAA
DDSGNAES                                                                        



>Ocar_g11044_t1                                                                 
MQCRTRLKRELKDLSESPPHGVSCWLNENSLNTLTAKIIGPPSTPYENGIFELLIVVPDRYPFEPPKIRFVTPIYHPNID
DAGRICLDLLKMPPGGAWKPAVNIAALLTSLLLLMSEPNPDDGLMVDIARQYKGDRGKFVAKAREWTQTYASDSERTATK
KVEDKPDAKRPRLN                                                                  
>Aque_XP_003383830                                                              
MASDAELNTVSPKPSGDGRGPISHQSLTYLPDEGILVLTDAKGAAHFYDSTLETLLGSLDSPVSSDPILSSLVSSSGKLL
LARGSCLSARGSVTKGRFLLDTAFQSIPNDGKETISIEILPEDVRLLLHEINTSAVIPAGLSGLVKDIAKTLQTFIDESV
DRTNISSFATPPSAKKWRYCIIKGPLDDLLDLFKKLCTPYQPSKSGAKPEAGVTLSPVVPVLSAIRFRLLLLNRSFSARL
IQLEGGREKLGSGDMSLMYSEGMRRLAYSSWPHKNYIWAEPNKMAEAGLYPLLNASATVSSLAHSKGDRTTCFTCGMYVH
RWLSSDEPWSEHTRHSQNCPYVKGEYTVNVTARYTQATHPAVCVSSPIHLISPSLNTTLVATVTLDGNIQVWQTKHGLFL
QEYGIINLQQELLNKTSHSPPSIRKRDKKTTPTKTLLSDHASKVIRITSLCMVAMEAQGRASAGTQSTPSLIIGCIVENK
KGKEDSCILVYSVVESTESTSINSSVSQGSVHTTAPPPPTGLLEGVPKLPDNDLFELIMEELGDDPLVASSFEGSKLYLS
EMLNGDGEGKKGESFCLCDVFLLGSCCTTSTDSSSVLSTNETTPTSKATPIITSIIPLPYDDLIAVVLSPGNTREEAEPV
ATGNHGSLLLYRLFESDNGSTSFKIDHCVKKITFDSRDDVIVSLSGFRSGINESLLATVSLCGALKVFNVKEGLKEVMVY
TDGPVTGCVYCKGLDKLAITSPDGSVSYIGIETIVKDREEGTIERLSTGPMLTDEDLGLLKDLAFTTESNGLPFIGFSHN
CWTELHPLQYYQYNPRHMLQKQERSSLVNGSELFNTKIWKYQPELDNGESFSHTFQIKFSSEEIPSISSLRIKINVASPA
CISDQATLSLSVLRIPSCDQYRNSPAGSEDQTRFLTLCGPIFIKPYIDVTDLSLTVSLSHPLLLSSHQSTLLLSFEDLFP
LNYSSLTKEMADSESAVTSDQKTYPSRRYVGRGGSVRSRLSRRAQQPVKPVSVVHTVFCLTLFPYKGRPSLPSLLPLVFS
EETIQRLLVTVCGRDTGEGGALGHVSNETVFNALDILCWITSIASVDYERSFFKTIIVLSSQLLEPILKYCYVTAGSRLL
AHKCAQFISILSRSDGDDTSTSQRDSFLSSLSDSFISLSPSLPLVSSSYSLQWFLRQLCHYVPPHLIGRIGPVLLEQLVG
LSHERLLRDSSFTQLLQTHFNQDGSIFDSELFDVSISSSKLLPRPPLPSSSSSSVPFTGSYTEYIDYISNPDYSPDSKET
TPTSQTPKTPTLYNPEFLLLLHGETKDSSSGDKKESASPFRDGSYLLSFQRGLLETLPLKYTCCSLSAGVIVRPPVDSTK
NNDNKLDPLLTAYLNIHQPLNHYGYLYPHKMQDHALQNLTPPTSRTPDPVSSSSSLSKLLSRVPESPDELSVSIDNIKPG
TSHSIVIDFSEIIRLTDFSIQSNHLLSSVSVCGWPSQEESESIKLVQSTELASRMVAIGNLAPPPLVRYIRLTFVSVITT
SSERCVISLGQYYGKPLLPVQGYSPSLLSGLEARLSSQYLHSLKELKDLLKMFHRGNSLPLLRKQFKKHLLLVHQRCFEA
QVKLNRIRNQIREINENQINVDSTCGTTDQITDSDPSIVSKEKEEVKELFNYNSVSLKKLIKFTSCITNTLLLLSNRLHP
SISDSLDAMRMGRDECRALFLSVCLNTGQSIHSRMCALLVKLCGAEEWWGDLLAELFHELFNSNQPLTFNKERVILQFSA
LCQCTMTTNFSVLEELLSLLTDTLRPLVSQDNEEQTEEFDSHCVQWLTLLLSHVLSSNDARNKDSNVFVPTLPLLPHDFS
SDDTRNKDSNIFSLPLIPPSPVVDAYSDMTAAEIFHKISRLEEAKDLLETLFSLVPDPDLIAKLNSLRSQVKRIEKTLNK
FAKAAQQRETDHGGKGPNTTSQTDSHSGSVSMNLRLSDIVLKTSSEGLVCLLVRYCKDSDWDKVPIVCKTLTALLCHMSC
SLSISFHQLKTLITSTCQKPSLIEDEGDEREDGRLVSFQWACHAVQTLVVGLVLREKRLAVNRKNLRSRKESLSGVERIH
SSLSCIEVSLNSSSIVTTSSSKNKILDAVSEEGSGLKEEDKSGANDEECQKETKKEDGGVTNKEDGGSQFDLSSVDAINN
DVPSGENSSDSSDDSQFIKPPPPPPPLSSSTPPPAPKKILKSSKSTTSLQSSLHKSIHKKLSMQEKLEKQSSIPLTPKHS
SKAKKPSPTTSHSSYSSYLVSNSVDARLETSTLFPVELGLQVMMKDSYQSLLDSIKLARPISASWSTETLTESVGVCVDE
AGSSSEHKKEKQKTSLSKTTESAANLKNLFDAFESIYAESFPFSFTSIDATSFLKFWNDVCHSLVKSIKRKLFSQLLPSE
DCGLFASTTLSHLFRHLLMMTSGDFQSCHMTLSLIHSHLKACQLVSGSDVSSAKVNIEKERLKEVLLHCCMMENKEKESY
SSKQDAVFIKLLTRIAGINFISKKGGEGGAKERGGEGKGEKGINLLLSVLVQVLKDKSDISSTPYLSALIYCLQQTATLD
LLFPPPPVEGVSNHDATTVLASLSVIKDFINIILSQLVKASSPSQRPPLKLFGSVSEGDRSRRHMYYFSGSTSSQDTKWI
SLDAPQSQSQAVSSSSLSVLQDLIKLLKKLLGLSCAKPYLSTITEFCRISGSTSEAVYATPDAPLVDIILTDSKQLRGLL
LSLTGSFTADSMSSTSASSFLGLIKDFVEFLRNNCQSLACFRELFLLILEDMIKGGGGGRGVVGVSSFNESQVLVMQSLC
QFLKPPGVKLNKREVEDPETARKSKDHGHKRKGKEEKEKEKNVVEVKKEDKRQDTGDLSLFITQGGAKAVLNCFILSAQL
CKATPSDHSLKHAVSGLGLLEAPKPYKEGSHLINFFPKATVKASPHGCPSLKDIQSVNLKDQTGKGAAFQYTYPKDTNWL
TLHVSLTQPVLLHSVHIYQPANLSQSGPSQVKIEFSRPSSLSKPIQLSPPLGTAGLTGIRIELTSPVIANEIWLHLRRPK
VTDSLSLSNLLLLGTVYGSIGTPGLFSADEEREDKKEKNTKIPSSDNNKDTSHSSEGWLNILHEWIQSVPGASDSINSVV
YNEMHQFLPVCVSLLNNRSLSSLALKNLQSLLLSVSSSYHEFGNQFTLLLFKSQFPEATPFTVSKVTSGNGSGIDLLLLL
LKAEGESGLTRVVSVLKMISELLSDSSVQVSSSLPAMLRAVANTLWNTPAGSASHLMDLGLNEELFKSLLNISISQECCT
SLKLSLSSILMSLCRLHPPWFSVAMTIAASLLEELPSSESGRVLQTLADSSLSDECMNMLLSSQLLRDIICRLTSSVKHV
LMKTSGLTSTPASNLKTESPLDPDVESSISVDPNTESIGIDSDSKSISIDCIRSTLVSICSLVGFLTDLVFGHKLAQEAL
VSSSDGFLPLLMKLCNEPSDLIPHNEMEFLQHIMQQYLSVCSKFSVLGKKQFINLLLNCLQGKYSLEPVTASGDFGSSVS
LEITPFIRTLIIDHILGPEAVHLLLEIDECLLPQSLSSTSPSSNDRIKLDSITPSYDCPHYHPSYPLNTNYYYLKLSSEY
TLNRLLSLLSLGSERPSSNGERVAEGGTGGGSKTSSNQTKKPFQINIFDFSVIAQPDATSSKVSIAFKSEAGKEMYPIGT
RIRQVPPSLLYGCSHSRALRVSRAETSSLVADFNESESFLKVFAESGGVFILSQLFPFLHPGLWKGCPTSFESVVNACVS
RLPSYSPASFLLPHSYVALGLGMRLREYGEILGRTELRTYVWYLLRGVLGATEEIEKQLPPSLLDLLSFLPFLYLFHIVR
SSSSSSERLRLRAEMYRIGIIHHILSCLSGATQHKPRSGGNNNREKTDAANKLESSKNVKTVTSKDKEYWAKGTGFGTGS
TSSAWDISAMLQENQSNELLSSLCLAILGEWLNIREENEEKNQVMEEEEKKESEEGSESEEKGSDKDATDAVNNDPICIT
SDTGTITSSRTSNDDMDPALGSGGEGAQNEITEDSNEDLEFMTSEGIETESLSSIYLYTEDVIKTLSVSCLIPALAHYLS
NDSILDISNHTQVYKSVLLLLLSMARNQSCHHLLFLKINLQSDDDDDQFDKSRAIKSRRNLANLVQRLNGIAQTYLKTLN
IPKKSPESVRTPRKQDSSSTTNANDPLVSDSNPPPSTSKASLPHPPPKPVLVSPLHPPLPLLPPLPTHSHPPSSTSPSLP
PSVPTPHSSSSPSLASISFSSSTSPFPPPPPPASPPPIPPRLDKKGQVELPEIISLIVKCSKEIESIASDREEEEKEIKR
VDSADSKNEDYIEAMRPLQFDTYQITEYDPNDESKLIFAVPYHYSNQILNNMSNIAPSRARRLAQEVASLSTSLPLSLSS
TVFLCCDEERLDVMKVLITGPSDTPYANGCFLFDVYFPPEYPSVPMSINLCTTGQGSVRFNPNLYNDGKVCLSVLNTWHG
RPEEKWNPTTSSFLQVLVSIQSLILVPEPFFNEPGYEQHRGTPYGDSKSLIYNADIFVATIQWAMIDNLRQPSPCFKQII



LKHFYYRKEEILQQCNKWRTELVEGTIRLSLARSNGGALRRHCKDLVKQIDILKVELDTINPSDFDV             
>Aque_XP_003391757                                                              
LKNMNKSDGKFGISGCPRGDNLFVWDVQLSDFDTKSLLYQDLEAYAKRRNRKPVIDIEMKFPKDYPMNPPFVRVLRPRFQ
FLTGHVTIGGSICMQMLTRSGWSPSNDIESILVQVRAEIMSDSNARLDLSSSGDYSESEARQAFERMVHRYGWN      
>Aque_XP_003391734                                                              
DNLFEWHFTIQGPPGTDYEGGRYHGRILLPPEYPMKPPSIVILTPNGRFELNQKICLSASAYHPEMWQASWGIRTMLLAL
VGFMPTDGKGTIGSLDCTPEARRQMAIRYT                                                  
>Aque_XP_003391591                                                              
MADHFKIPAVIRRLKKEEDQIKNEPPVGCHAESVSENYGTWKATILGPEGTPYENGLFYLKMEIHEEYPFKPPKVWFTTK
IYHVNVDSDGWISLDILNDGWSPALKISKILSTVRSLLVDPDPDWAVGGEVYAAFTKNRSQYDETAKEWTQKHAMD    
>Aque_XP_003391195                                                              
MATNSSTSLQRLAGELKSLHQEPVEGFLVTLPAEEDLYTWHVAIFGPPDTPYQGGYFKAEMRFPQEYPYSPPRLKFLTPL
LHPNVYSDGELCVSILHSPGEDMLSGELPQERWNPTQSVYEEVGLDIKDVIKPDQYLQVKHKDMDSRMYIITNVSEDTAF
QPVARKEIR                                                                       
>Aque_XP_003390811                                                              
MADHFKIPAVIRRLKKEEDQIKNEPPVGCHAESVSENYETWKATILGPEGTPYENGLFYLKMEIHEEYPFKPPKVWFTTK
IYHVNVDSDGWISLDILNDGWSPALKISKILSTVRSLLVDPDPDWAVGGEVYAAFTKNRSQYDDTAKEWTQKHAMD    
>Aque_XP_003390484                                                              
MASSSKVTPAVDDNTPGEIGATSASIKEEIKWDPFQSPDWDLEKPTSDAIVRMKRDLHLVFSDPLPGIFIAPESDDITRL
HALITGPFDTPYEGGFFHFMLRFPPSYPFHPPRVKFMTTGSGTVRFNPNLYRNGKVCLSILGTWPGPQWAPAQNLSSVLM
SIQSLMNEKPFHNEPGFHKERLGWEVKSYNDIIRHETLRVAVCDVLERKSYPIELMEVVKLSFMQFYEYYSSTIKKYAPE
LDDTSMNDPFGINKGTFNFKKLSQRIEKLQLALSSSSL                                          
>Aque_XP_003389835                                                              
MLSAIEAVKNGSSVYRAALECGVPKTTLHDRISGRVIQGTKPGPEKYLTQEEERELSDFLIVVGEVGFGKTRKQIKEIAE
KVAREKGLLKGKKISDGWFCRFMERNPQLALRKGDSTSKAQMSAMSRKDEILCYFEELKKVLVNEELIDKPAQIYNVDET
GVPLDHCPPHVVVKKGQRKVRCWSSGNKTWTKDELPGTTYGLSSNGWIDMELFKGWFHDHFLKHAVSARPLLLLLDGHST
HYNPDVIRLAKQNDVIIITLVPHTTHEMQPLDTSVFALLKGHWRDVCHEFLQSNPGKVISKYQFSSLLSKAWFKSLNPTN
IINGFKYSGIHVYPFNPEVALERIYPTSGPISSSHTPNIVPLSQSSLTPNTVSSSHTPNIVPLSQSSLTPNTVSSSHTPN
IVPLSQSSLTPNTVSSSHTPNIVPLSQSSLTPNTVSSSHTPNNVPLSQSSLTPNTVSSSHTPNNVPLSQSSFTPNTVSSS
HNPKSCLTLNTPSSHTCTSNSVTVPPSSNVCTPSNTCMSSPTPNTSPTCNIIPTSQSPHTPTSQTSTRKSNSSKSATETI
SKYLVQQLQFATLPKVDYDIGQESFIIETPFMKDFVVNAYIDSDSPEDIAQKIYSVTNIPVPYMSLYVRKDCIFEKLNTF
TELNDEDIIRVVLRNPQEVVTPRSSRFGCHSYNPLVTQTNEGVSKFFSILKFLCSVQIYNKTYKFEKLLFYILKITEFPP
LVHALYTLKEQSFLTIAGWTALIEGCYFLFKAILNDQIHVPNDKVFEYADYTWGLLICLSKEISEADGIEFNQVSLVCPL
SEKRIQTPVRVLNNPDLGPYDKMNILSAPQSLSKNGILEVSADNLTEDEDTVRYLMYYPWESDDKIFTWEKPPEPNFPQI
CKKVCVQYNLDVITDSLSELCIVHPHGLFAGNECLTYIYRGQLVYFLGAAKGTDERRRLYSPVSSNEEYILSLSKAELLN
IGHQQLKQFVSHDLTANVQDGIHNPQKLNATRLSAIIEPQESVQWEPEEVIVVLLDHSGSMESAVYPELQQLRRIDAAKE
LFNAFATRTQAYKLHHAFGLTIFDHCVETTLALTKNVENFEVSLRGVEPDGGTDIPSAIVNAVTQLSRYTCVKRILCLTD
GECYSSYDAAFRHVTTNSVIVDTVLLMNAHVDNKLKAVSHASGGVCVCPGSMQEALTFFELDSVLSMRERVMTHSYVGQS
MHGCSNTPFETKNSFKSKHQSSYEQCTTITVKSYIDSDRTQLSTSSNQKRILKEMRDFLHSPHDDIRVYPSDTDCNKWKA
LMKGPEKTCYENGAFVLGIEFLEGYPSVPPEVRFLTPIHHCNISSSSGRICHSILGEAYTPATSVKDILCHIYGLLMSPE
LDSPLDSTLADEFGYLRHREKDLDKNLDSYEYFHEADKYFKTAKSQVLIHATRSFEELHLVIHRGRGFYGISTERCSCEV
NETPIVRGLAAIAGLKKKYVAYYSSSSPLSSVVSSSAMMAASKPIG                                  
>Aque_XP_003389722                                                              
MAALKRLIQEYKELTLNPPEGIVAGPKSDNNFFEWEALITGPEDSPFDGGVFAAELVFPQDYPLNPPKMKFISEIFHPNV
YLDGRVCISILHTPGDDPLGYETAAERWSPVQSIEKILLSVVSMLAEPNDESGANVDASKMWRENRDQFNKIAAGLVKKS
LGLT                                                                            
>Aque_XP_003389218                                                              
MTSNTLRLELSILEKHFPPDHERFQIPRATPDEMTCVFLDSKGTKYSIQCHLSPSNYPTVMPVWFSDSDSPIIPALVEQL
NDASDSHLSSATHPLLAKVRYLVSRLCETFNVPVPPVVGELFSLAASAAHIDNTDSGGEDMPNPGEDDSDDQSVEGAVGG
CDEDEEEDEGYDIDEEELFGEDIDLKRNDQEDIGADTGIADENKAILEKVRLSTRQEYIQGGGATSSVRASDRLMRELRD
IYRSQNFKDGMYTVELIDESLYNWYIKLFKVDPDSPLSEDMKRLKESENMDHFLFHVVFDDKFPYTPPFVRLVRPVVKGG
YILAGGAICMELLTPQGWSSAYTMEAVVLQIGATLVKGKARVVFSQSRGESYSLAKAQHAYKSLVKIHEKSGWFTPPQDE
G                                                                               
>Aque_XP_003389058                                                              
MADHFKIPAVIRRLKKEEDQIKNEPPIGCHAESVSENYRTWKATILGPEGTPYENGLFYLKMEIHEEYPFKPPKVWFTTK
IYHVNVDSDGWISLDILNDGWSPAITISKILSTVRSLLVDPDPDWAVGGEVYAAFTKNRSQYDETAKEWTQKHAMD    
>Aque_XP_003388768                                                              
MIKLFSLKQQAKDGTTPHQSSLKTSAAFLRVQKDLAELNLPKTCQMDFPDPNDLLNFKLVISPDEGFYRNGRFVFSFKVY
HPNIDLEGNVCLNILREDWKPVLTVNSIIYGLQFLFLEPNPDDPLNKDAAEVLRQNRRLFEQNVSKSMRGGYVGSVYFER
CLK                                                                             
>Aque_XP_003388767                                                              
MIKLFSLKQQAKDGTTPHQSSLKTSAAFLRVQKDLAELNLPKTCQMDFPDPNDLLNFKLVISPDEGFYRNGRFVFSFKIL



QAYPHEPPKVKCETQVYHPNIDLEGNVCLNILREDWKPVLTVNSIIYGLQFLFLEPNPDDPLNKDAAEVLRQNRRLFEQN
VSKSMRGGYVGSVYFERCLK                                                            
>Aque_XP_003388007                                                              
MITIRKKLAEQAAQREEKEDRTSGGKELKRRQSFRSQILTAEASELGDVLPKSCTLKFDNPDNLRQFQIVIEPDEGYWKN
GRFTFEVTVPPEYNIKPPSVICLTRLWHPNINETGDVCLSILRETSIDGTGWSPARRLKDVVLGLNSLFSDLLNFDDPLN
LEAAKHYQKDKVSFARKVQQFVHLYAN                                                     
>Aque_XP_003387811                                                              
MNRSYNQRSPAVRRLMREAIELREPSPLYHAQPMEDNLFEWHFTIQGPPGTDYEGGRYHGRILLPPEYPMKPPSIVILTP
NGRFELNQKICLSASAYHPEMWQASWGIRTMLLALVGFMPTDGKGTIGSLDCTPEARRQMAIRSLEWVCPTCGVANRTAL
PEGSEEEARDTKITKEMEDIVSQMAIKSQEEVDAQFKQQVQRQSEASHVPQPRPPSTDQSNRRNIDIKESHDEYKDEGGT
EINKESSTSGIRYRGQEETDHNQCHKVIVASLGTGNEFLENNSFPVPVIILHASPSLSPSLILVMSKAEKDFKKVIAGTE
YPVIEEIALKFKPKDTLIGIGSSDRVRFATHEGRDVAVKYSILAREHKELEQELLIFNSLQKHDNIAVLLGTGPNERFII
REFAPYSLETVPALQCYMFIYNHFSSLLLFGNGSHLKLCDFCSGENSWHYYDASDAIHNDPVRYTAPEVLRGTSYSTEKR
DIFNFAITLWEMLARQEPVVTEDDTETIFEGLNQMANGRRPPLLVGHPSFVNELLQKCWNQDPGVRLTSTELVEKFKKIC
EHFKFGEPISLEYESAVGKWMEEGSVDLTVTRVNMLGAPGAGKTCSQLLLLNEDPPTNDTSTPIACPAVRATRVAVSDKM
IWNRVTRANLLDELATNLTTITAHSEQEKTKQPPAPAVLSLPDNTESSAEFHQEQKISKKIKSIILKQLSKKF       
>Aque_XP_003387723                                                              
MATNSSTSLQRLAGELKSLHQEPVEGFLVTLPAEEDLYTWHVAIFGPPDTPYQGGYFKAEMRFPQEYPYSPPRLKFLTPL
LHPNVYSDGELCVSILHSPGEDMLSGELPQERWNPTQSVRTILLSVISLLNEPNTFSAANVDASVLYRKWRDSRGKDKQY
TDIIKKQVEASLKEAERDGVQVPQTVEEYMATLQKQTTKQTSVSELDDILDYDDYLESSEEEEEEEEEEEEGADQLDDED
NFHDAMS                                                                         
>Aque_XP_003387148                                                              
MRRRRAETDSITLSLTLLLFISPLIMAATKRLAKELDEIRKSGQKVFREVQVNETNILKWSGLIVPDNPPYNKGAFRINI
EFMAEYPFKPPKIVFLTKIYHPNIDEKGQVCLPIISPENWKPATKTDQVIQALVALVHDPEPEHPLRGEIAEEYTRDKKL
FLKKAEDFTLKFAEKRPAD                                                             
>Aque_XP_003386885                                                              
MASTSSISNVENLPPHILKRISREVYEISESPPEGIKMFINEEDITDIQASIEGPSGTPYEGGLFKMKLVLSKEFPAVPP
QGFFLTKIFHPNVAKNGAICVNTLKKDWKPEHGIKHILLTVKCLLIYPNPESALNEEAGRLLLEQYDEYSRYAKMMTEIH
AKPQKPSTSSSTSIDACCPSSSKSTEEDKDGELLKKKGTDKGKIPSTAAAATAAAEKKKKEKKKALKRL           
>Aque_XP_003386560                                                              
MSGIWSSELASRLPGTPVRLQSGVGAISPVKEIIHDQPRSGGTASVTKKRNKTTSPLCSEMDQHLTELDLLLELKMLSED
PVPGVFLLPSTKSLLEWHGILFLHNGPWKGGIFRFTLYIPDEFPQMRPMIRFKSNVYHPYIHTHNGAMNMLQVLPNWKSK
THHIKDVILAMRGCFFRDEFLSASSKEEGIAIKEKIRSCVEDSNKQSQHNGDPENVFNFTDNETMITKARQLLHEGGLPE
EDKGNSTGILDTLSATVSQLFDFVIGQ                                                     
>Aque_XP_003386065                                                              
MATPTDQGALLLKRQLMDLQKTPVEGFSAGLIDDDDIFSWEVMIMGPPDTFYEGGFFKAHLLFPKEYPQKPPKMKFVSEL
WHPNIDKNGDVCISILHDPGEDKWGYERPEERWLPIHTVETIIMSVISMLADPNDESPANVDAGKDWRNDYNGAFKKKVM
KCVRKSQDCL                                                                      
>Aque_XP_003385999                                                              
MASRSTSEIMKQYKSLVRGIELLSDGQAAITQGPDGGQDEDDLSVIYVSISPNDGPYKGGSFVFKLDLSDGYPDVSPPVI
NCLTKVYHPNIDAIDEYSEGEICLNLLDELWNPDLTLEDYVQGLLFLFYNPNLDDPLNPSFSAGEIEWEEFEENVRKSLM
GYEIEGVEYEPLIQDVGEDKSNEGEESEGDDILMTSSETSDQKELVTVVTTDLKSGLAEKSNSRDDATGQREDVPVGVVS
AEAPPPPVTVRVLQNGLPLIIIGVGVWAGLSLMRRFAVR                                         
>Aque_XP_003385809                                                              
MSTPARRRLMRDFKRLQEDPPTGVSGAPTDNNIMLWNAVIFGPKDTPFEDGTFKLTMEFTEEYPNKPPTVRFVSKMFHPN
VYADGSICLDILQNRWSPTYDVSSILTSIQSLLDEPNPNSPANSLAAQLYQENRREYEKKVQAIVEESWMNV        
>Aque_XP_003385706                                                              
MAGAYVVPRNFRLLEELEEGQKGGGDGTISWGLVHDDEMTLTHWTGMILGPPRTTFENRIYSLTLEAGPKYPDEPPTVRF
VTRIHLTGVTPTGEVDRRTFSILSKWQRSYTIKSVLNDLKRAMTLKENARLPQPPEGTTYN                   
>Aque_XP_003385099                                                              
MEVDSIKYCIRVYDRSTSKCPSKWPGSVWHGLRDPTQEALSMVTADVLVEASSSQRSDDLFSGYSQGSFGDISTFLKCIS
NWSEDGVVFPQPLFQATMKHLSSSSEGKIAVTMMVKSAVKDLEIIKRPDEILSEGSKFFDALQALLSETSVLDIIGERFL
QEVIEASMLQGSYFEKESILCSLLSCSTIIERVHPLLMQKKWYACFTGIRGFPTCYQRDVEQIHSTIQDGLHKCHTLIHS
NILLLLRRPSAKNNVLSWLAAVVSLNETRAGPKYELKKGNPGTCTDGFLVNFCAVLLNFCQPFFSNHPSAPKLPLIVPEY
PSSPSCRLDLHNEPCLSHSIIINPERQSKDHVRFQCLDGNYKFVTEIFFITLRGLHIGLLPATDTFMKTLSNLAKEIERK
GGGDKLLSDLNGLYLISGSCCLLDPLLVQKCSEFYITNAVWLTMLMESCNDEKLSKEEIHSKQRKLFSLIPEHAVKDMVR
WFLFVLRTQAKLLQGLQLTPFVDCCISLLERPDLLPGPVAQSQIISVLLACVGRDRGDSNRLLSTESWGGIRGELAAMVQ
GSPAFQSRLGPALLHTFAAVGVVEGLDVDKEDFDKYSARFDITQLLLHLWTQPSCRESIIQQSGTQKFSSFLGAIFDTLL
YQLNDSMTRISNVHRMELEKDNVETWLKLSGEETQSKERFLAAERRASKHLLNMGMTLLSLLESITEVESISRHFVTPPL
AVRTASAMMGFLDHLCGARQAELKVKDPDQLKFDPRKLVTQLARVMVHIWRVEKNGVKENGFTLSLAAHPDYSRQVVSKV
VSILERHQLCGADITNDYKGLLAELDKKNGPGDPMAQASVTIGSVGSEFKPGTIADWQREIDLLTIDKNALHEMYTGTLQ
DSVYDSASLEGVHSLEDRAVPSADPRSPRLMAILRDIKQLQESLSVHPDSSVYVRQDEERMDLVRVLITGPVDTPYSYGC



FVFDVFYPTNYPVDPPLVLLTTTGNGTIRFNPNLYADGKVCLSLLGTWHGGDSSEKWNPLQSNLLQVFISIQGLILIPEP
IYNEPGYEAMQGTPQGKIRSSHYNAYIQVNTIRYAMLEQLRHPPAGFEDTVKIHFMLLREVILQQCSKWLKNTVSADHEQ
KLRKAVNELREELEKL                                                                
>Aque_XP_003384594                                                              
MNKARLKKELQMLTKDPPHGVACWPKDDQLNEWEATLVGGADTPYKGGMFKLKIELPERYPFEPPHILFQTKIYHPNIDD
MGRICLDILKMPPQGSWKPAQNMSSVLASIQLLLSEPNPDDGLMASISKEYKFDRLKFLETARQWVLKYATEDVVERDKG
KGGKKRKAEEDDNETSASKTAKFDDV                                                      
>Aque_XP_003384453                                                              
MALKRINKELQDLGRDPPAQCSAGPVGDDLFHWQATIMGPPDSPYQGGVFFLTIHFPTDYPFKPPKISFTTKIYHPNINS
NGSICLDILRSQWSPALTISKVLLSICSLLCDPNPDDPLVPDIARIYKTDRPKYSQTASEWTKKYAM             
>Aque_XP_003384353                                                              
MASPTSIKRLTQDYKRLKKDPVPYIEAAPIESNILEWRYCVKGPEGTPYHGGYYHGKLVFPPDYPFKPPRILMITPNGRF
ATNKRLCLSISDFHPDTWNPAWSVATILTGLLSFMVEASPTVGSVRSSDEEKKQLAVNSWTFNLEDHVFNKLFPELVLEI
KEKLKEKEAREKEEQEKLEQYAGGHQLAGRNKQAEENNFLSTCISLLWNIAPFVLFASFVFIVQLVIKSS          
>Aque_XP_003383493                                                              
MAFLKRLKKEYMELKKSPPPGVVLDDSVLENNITNWIIHISGAEGTLYSGEQFKLNIKFNDKYPFDSPQVTFIKPYLPVH
PHVYSNGHICLSILDRDWSPALNVSSICLSILSMLSSCTQKVKPDDDSMYMRFAPSNPKKTTWVFHDDSV          
>Aque_XP_003383050                                                              
MAGLPKRILKETQRLLTDPVQGINATPDEQNARYFHVVVAGPKDSPFEGGTFKLELFLPEEYPMAPPKVRFMTKIYHPNI
DKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVADAWKTNEHLAIQTVFKYNTKGGLKGTGPPPNSSS
KKVLARRCVSAGAVPPKPAIMSLASSTSTPVTSKVSTPPRPARRPPPPPKPYPSRPDRKKSSNTVPKEATPSKDNHTNHV
SPSNDAPPLDDGGVSAGGISPSIIARIDHRPKMLTPDLERPRLPTPTTPPPSSPPPVPSPPSSPTLRALSPLRFSPPLLP
PPLELKEKAMVISQERQVPGSSYSEVTLKTLLRPPIPSELMKDGAGNFDDDPDPYDVTTHVSKPPDVQIDPGHDYSLLQT
VSPPPPPLPNDRLYDSIDESLSPSLGERGRAGKERSPRPPLKPSEPNKSRSSSPKPPPPPKPTPLGSSASSRGASGSPMG
RGTPPPPPHPRSASPAPRGGTEGLKNESPGPRRKPPVPASRPPPLHPKSPSRLSPAPVTDTFFSKQNSESKPAEEKSINF
SEIDIDAITLRSAEVKKEVGHPTTPPHKKGATLPTPTRARPPPSHIYDDVMEFKTKQRSNSLGDPIEDEDGVGVKKPKDP
PRRKAPPPPVPKGSPPVTHRPVQVNDRKNLTLGRLPRSDPDIELSTGENKLPNKDIKKQSPATPSPGIKSKFRTFFRGGS
KDDSFSGRGSFRKGKGKTDVVITSPTENLGTGSSKTLPAPARPRGRSIDPYMESSGVISAYSYVTIETDVRERD      
>Aque_XP_003382994                                                              
MSSPAAGKRRMDTDVVKLVESKHEVTILGGLNEFVVKFYGPSGTPYEKGVWKVRVDLPDKYPFKSPSIGFINKIFHPNID
EASGTVCLDVINQAWTALYDLTNIFDSFLPQLLSYPNPVDPLNGDAAALFLHKPEDYKKKICEYINKYATEDVLREQGGD
SSSDDGETSDLSEDEAQDMEL                                                           
>Aque_XP_003382769                                                              
MSGIALGRLTEERKAWRKDHPFGFIAKPVKNPDGTLNLMTWECGIPGKKNTPWDGGLYRLRLVFKDDYPTSPPKCKFEPP
IFHPNVYPSGTVCLSLLDEDKDWRPAVTIKQILLGIQDLLDDPNIKDPAQAEAYSIYCHNRAEYEKRVRSQAQRYAVK  
>Aque_XP_003382495                                                              
MASLHITRVKREFREVVSSEEAQKSQIKIEIIDESDLTKLKGTVIGPPDTPFEGGTYILDIRIPDTYPFNPPKVKFVTKI
WHPNISSVTGAICLDILKDQWAAAMTLRTVLLSIQALLQAAEPDDPQDAVVAKQYKGDPELYRKTAKHWAQTYAGAPKTT
DDAEISAKIDTLLQMGITETKAREALSTHSWNLEAAVDSLFT                                      
>Aque_XP_003382456                                                              
MAVSKDGHSVTKRLRQDLTTLMLSGDKSISAFPDNDNLFNWIATITGGTGTIYESQSYKLTMSFPGRYPYNPPVVKFLTP
IFHPNVDEFGNICLDILKEKWSALFDVRTILLSIQSLLGEPNIESPLNSEAADLWERPEEYKRILQVKYREASKAT    
>Aque_XP_003382453                                                              
MSLEPTVPDGRKSPLSLSREEVHSKYGCFFQESTVLSEYCQLLEQPIPGVYVLTSNLSPLIWYGLLLIKIGLYEGAVFKF
TVSIPMNYPEGGCPRIDFQSGVYHPQVDYDTGLLESKRQFPRWRRDVNKLRDLLLFMKNSFLSVDCDKPVNEEAADRFAN
DKPEYKERVKKSIRECKQVVLEKSDDNDPHAIEIGQWHHDVMKSARELIFEPEYKTISEEDATKGLPSGLSWVKPNSYTP
FSSDKNH                                                                         
>Mbre_XP_001751066                                                              
MLSVKRLAKEYKAMISDPPPGILAAPISEDNFFEWEAFITGPDETPFEFGVFRAILKFPPDYPNNPPSMQFTTDVFHPNV
YPDGRVCISILHPPGNDPSGYELSSERWSPVQSVDKILLSVVSLLAEPNDGSPANVDAAKMWREDNAEFRRRAHACVRAS
LGFA                                                                            
>Mbre_XP_001750086                                                              
MASPKMAAGRVRREIADIKKDKQSSGVKIELVDDADLFKLRGQINGPPDTPFEGACGPHRAVRPPSRCAASLAAHLLPDA
AAQLGNPIGSIYDLDIEVPSSYPFSPPKVKFLTKIWHPNISSVTGAICLDILTEKAWAAAMTLRTVLLSIQAMLTAAEPD
DPQDAVVARQYKDARDSYNRTARYWSRVYANAPHTDADVAAEEELVQKLVDMGTSRDKAIVALSSSDWTLERAVERAFG 
>Mbre_XP_001749711                                                              
MAATNENIAPQVLRRVAKEMSNLISKPIEGVTMHMNDADMTDIQATIVGPEGTPYEGGHFRMKLILSPDFPAAPPKGYFV
TKIFHPNVAPSGDICVNTLKRDWKPEYGLEHILTVVKCLLIHPNPASALNEEAGKLLQEQYEEFAAHAKMMTEVHAKPKT
GAAAVTAGKGGEDKPKKKKTDKKKALRRLTAEGSPSTSNMAPKVDNPVTTHFEFMGLFGASFIPVALPLTVYALHLLCNE
DKGNCDIWDLPQLPAWESFFSYEAMQVFVGWFAFQSFLYMVLPGEVHEGLPLRTGERLKYKCNGLAAFWVSLLCVCAAHL
GGLINLAWIHGNLLQLMTASILFSFALSVYLYLKARQPGTLLAEGGNSGYAIYDFFIGHELNPRIGDFDLKFFCELRPGL
IGWVVICLGMVAQQYEQNKEVDMALVLVTLFQSWYVLDAFLSEPALLSTMDICQDGFGFMLVFGDLVWVPFTYTLQARYL



ADFPQHHSSSYIALILLVQLVGYCIFRGANGQKDQFKRDPTHPSVRHLKTIPTTRGTKLIASGWWGMARHINYFGDLLMA
LAWSLPCGCGSIIPYFYPIYFAVLLWHRERRDEHKCAAKYGDAWKQYCAQVPYRIIPYVY                    
>Mbre_XP_001749034                                                              
MIKLFSLKQQKQEAEAAGQASGSRTSAAQLRATKDHNELQVPSSCKLEFDDPDDLMNFRLILRPTEGFYRGGRFQFTFNV
GRNYPHEPPKVHCDTKIYHPNIDLEGAICLNILREDWKPVLNLQSVIYGLMFLFLEPNDSDPLNKDAAQVMHSDRSQFER
NVRRAMQGGSIGGETFEYCMDK                                                          
>Mbre_XP_001748542                                                              
MAIRRLQKELRACLAAADDGLHVAPREDNLLEWHFCFAGETGTCYEGGLYWGRLVFPPRYPAQAPDIFILTPNGALPRSC
TRAFAHPGRPGAVSPRSLLLSAPSGRFETSKALCLQGTTGYHNETWSPATTVLSLLLSLRVAMTDDGVGGIGSLRASRSE
RSALALSSTSYNARHPDFQSSFPSLCPPSSSPSSSLLPVSPHTSGSQDASDDAAPCAKEGGLAGAAPGGPSCELPARDPA
PGVLTPVSNFAPAAARESLLVEKFRDGIHFFTTRTLSPLEAQLHSAATNGHVGEIRRLVYRGVDLCAADAHGRNAVSKAG
SNRVIEGLFLLIEAGVPHLHHGPILAYRRHHIGSLHPLKHLLEEIAFHADPASTSMSNEAFEQRRRELRHLLASRLERPC
DPKPLPPLWPNACASRLIKQLITTLRDPNIEPQCCLAALCALADHSLTSARRAAVVLQHDALPLILSQMRRFTNRLDICY
HAVLTIYETLLKVKDVSTPGLLNTAAQFDSMLLCATLALANALSLGLALRTSGTMPSVASIESKEQYERLAHDLAHLASR
LITELALVEPTLLIQRLQLAEQQLQLQPDQNLHPDEVCTGHLVRFVIAAIRHFASPEIDRMAFWFLLCLLRQPALPEHHC
SWTQLAHSVASERRVHSPKAEEVWVLLHTAAASSSGASIQPSATPADPPCMSAAPAAVSASGNSPPESPPCSKHATGSPT
PKDFDKHVAASAPSIVNSRHSSPSPAAQDVQSFKSELAPVAHLQPSPSNNPLAPAAAHSAKVPIPAQREPPEAADHPQPG
RLEAQNLGAEEMSTTQDWLRELAWDPQSDIRQAACRGKASVVASAWSGAVEVATKVGKRAMLYDLLRDLVLPDHDGKHSC
AAAGSSGNVAICDTLITLAERGLAFKYHALPPRYGRHHVEALNRHHAHLERLAELAGLLCDDEARPGLAGPRAALRQERD
TLIDELRANFSPPKANPTVLEYLQQQSVAGDLATLRRLVPSSTHGKICPCCTDPLLTLSEARDATSLALPVVRLPCGHYQ
HLLCVQDWSLGNRATCPDCDRALPHAWGPRPLPPQCSPDLLGLRLLLAMLADEMSFPAIVAIACRQLADQMLTSSRRAME
MLEEDGLAVVFAAAVMHPHQAAVMYHAAYCAYELVLRAKEPSVRRRLGTRGVVTHLVGIALLAIANSVGSEPKPPLWCDV
AEMATRLVTEVTIHFGEQVLAIFVSSRPDDNPIVQALVGADGSQAIKAFGSLLARYRGEQRVERFAFWFFLVLMRASAGT
PLPSSWLRTMYLTAEARRQEEKKANDVVTLLRRLYPSEMLRAIERDEGPVDEALATVSLWRQLHPRNMLGNTNGRRSLQP
VQLAIRLNAALVMGYARLLDVDTALDAREVEHHRAALEELHMPDRHGRPLISAALRRLERQMPAQAADAVAVMLQRGAPL
AWFEPAPRAGVIRPASLAPLTPLVDVFLYQRRDVRSTHDANSAGGPHSNEATITHGRGSQAGPEDIRTAASDLVLPTFAP
AQLMGALRNWTLDSQSNVPRTMATLDLAGFVNATRAENAVNAVLSAAARRDGASSIFAEAPWTLSRHSCDAVTGLNLAEP
ATAGPRAAPGSAGLASLVEDHDVMLSRARAPGQGSCSLYGRRSSVQATTMATSSAALSAGPSSQNLQRYSMDLQLASTPS
HGVGDEQVDLAASTDSNHDADAEEARCPSQAMMGESQAGSEADAGSDDDAELLGAQAPHATSWAGDGEDESPDEGVMTPP
GYQKMLDEDHAHFVTAVRDHLGLARRESDSSPSLPPPPAIHGRFLRLGVDELLERQRHWLGSWDLGVLEESAQNGTMAHG
KEAGIMTYHCRALANQVSVSRAAQSVPFCRWFFKSFAAGLAVAVNAGELSVSLLVVIYLAEGLETLGRCAVLFRTAAAVQ
FEAALVLKALLLSLDGTWPTLAHTVRELLMLLVCIRDNAGEYLQEQSKHAYWWPVHTLCDESLRLLQHAAMINPAVCDMI
EQLLARPDDLVASQPPQSPPQAHSVTPNATASGHNPESSAASPSALTRTCHSANMATEPDEVEAPEQTQAPVEDATEETQ
SHVATAAAGESALQQTDLQALPARTYLDRTVVPVLLEGMAVLAKERPPNPVEFLAAFLIKNKDHPQTNADPGPGCPPSSA
AGTNGDCLCPPATECTAPDIAACQFDVDGSAYFSAANCPDCTCEATPAIHRILSPTYGTRCFQSAECRLTWSSSTLVTTV
HIKLGLQDEAMVVPPTIDVVYTPIKDEQLYRGQSYTIAYQASNSVTRVNIFLYQAEADNYARLHYVTHVAIDTPNTGTYT
WLVPISPTECTPCPLGHHTAERGAQSTADCRANATTSLDQFRRYAHHYIAGANAGGVRMDTVDHVTPEECAKLCLADAGC
KSFDAGVVGQFQEGDCMLSYDSKDTTSPGAFQPISQLDHYERVSFAGTVRQAASGLEIQGQFGTEGGKFSLTRACQAEEN
PDKPFVVDDVWLGSMSCTPATTNETMSLASVERLELLVTAVAGTEVQFTVDFDSSGGVGLFAAAAVYDATAPCRGLAIQP
KPDAWISRPTDAVAAFQLSATLSTGGDRLTGQISLNKHCACLGGASGIGGHCDYWAGSAERWCYVSESCPEAEPEAPTAG
DEQLRYRRVCRAQDACGAFELQRTCASTSLSCQPGYTLFAGHCYRYDNESRSFASAQAACASEDAVLASVHSAAENEAVT
ALAEAPAWLGLHRVDAESLYHWVDGADNKTDGLLTDTFWARGSPSSGTPGARCVYLNAVGFWVDAECSVARGAICEAPAV
GLNQSCACRGHSDDQGFGASCQDWDGSGFAWCYVQPGCRRATQLDDHEDWILICRAEETEPVEPNPNSTACFAQNSSTYQ
RDDGVCAPCTTADACLRNETLIGSCSKDTSPICFPCHPSCRTCTGISSTDCVACATGLVFAPDQGTCVTTCAMGQYPNAT
LASCLPCHEDCVSCSGAGPDQCLSCRNDLVLSTAGTCMDHCAAGTFTENATATCRVCTPCAATEYQVEACGAYHDRQCAA
VSTCAPDEFEVIAPTATSDAVCRTLSICRPGTVMAFPGNKTSDRRCVSCPAGTSDEDADPLTACSLCAPGTYARAGTISD
CNMCMPGSSDDDYDPATPCAACPPGTYSNAQYHVGACLTLTPCGVGQQEILAPDAARTRDRLCASCPAGTFKSSPNQNVS
CQTWTTCTAGEEPQNVPTARTNRQCGACRAGFFKTTAGNEACQPFQTCGLGMEIARNGSASQNVACRECPVGTFNDHVGG
SCRKRRTCALPWQRYAFMGSSSADAVCVELRNCSRNEFESVAATSSTDRRCQTLTACGANEWEESAPAEGPHGFYVRDRH
CLACTNCSQLATEQLAACTATHDAANEYEVSPCRQSADRSATGDRVCASVSTCPTGTFEVEPATNFSDRMYARFTFEQFF
PVCFVTVEEAPFPAFKSTVTCVFEAALL                                                    
>Mbre_XP_001748447                                                              
MLRQKRLAKEYAMLQQDPPPGVLVWTTGQVDTEARSTATGGDGSHSTAPAERLDQLTAQITGPADSPYRNGVFKLEIKVP
DMYPLQPPQVRFLTRVYHPNIDRAGRICLDLLKMPPKGSWGPASNLATLLTSLRVPPPPPLSLSLPVHSPTHPLTNHQC 
>Mbre_XP_001747314                                                              
MAWFSRAPAAAPPPSMDLSSLRSRQIDGLLMANLPGSVSTKITNAEYEVPFTANGRPVLLHIKLPLNFPQMQPVLTITPN
CHHPVLNASGQVCGIEALQSWKAHSSLAKVVEQTVDHLIRNPPSFPGDVGSARGAGQYGMPSTQPAYGAPNPYATAGNGG
PPAVPYHQAVQPTSDLGMSTTSSSQGVPSSVSTPAPTEVTLSNADLPELDRATIAGFMQDMSTDELTEMAESMPKVRSFV
ANLTHLQVIRERVEFLRQERTRLAEANMKHEPELNRLKSEVKALTQQLAELDQSLATKLARYTELSSQYDRQGLVAALKV
KQSEAEEASEDLVSQFRNEDLPVEDFVKQFKAARVLYHERRLKEERFLASN                             
>Mbre_XP_001747165                                                              
MASIALRRVRRDLREIMREPSELFAVTACEDNMLEWHVNFFFSADHKLHDTAIHATFTFPQDFPMRAPSASFHSTLRYKH



GVENSQGRLCLSILSDYNEIHTDWSKDVASWSPAYTMRSVLLNIHAFLFYDSDHSPSDLESIRTAAQKVQCACGHSGTNT
TTWQPPCNADIDVPSSQEERISAGDVTPPNELVAPAAGTNCALDPAVSADKQTDITAASNSDEASDLADQPSKPDPAPPV
TFSYAAAVTKHSGAAKAPGHDTCNKKHVAQRRHIAAHPNLDVNTIDGPVSGEQRQQILRDICCFATQENASHLFEPDNDA
ILGIGIHVKRNRHGGLMSVSTPCEYISYEAWQMGFRKSIFKVEMNYFLPLYINEAHYKRARPLINATLLQMDMNDDTELG
EFARMTVRSTISERLVMKIFGMLLSSTVAEAFRASEDTSRRQMNTRTRLSARLIEGYLQIWRLLHRLIEERPSIAERITA
RIQSFIYCGEQARHKKSEPNLGALLSLLPFSSCSWDKLSRAFLEESFIRNVRWMVQNEPALAYPDGCSMDERLSKSFEHT
AVSRSLSLFAKYMAAVVTSRGELHAQLLSSDARFGVPAEALVERILQASKEAERMTEWNEYLVAMDHIPLPPARLHEWLQ
VSLSTSLQRGYHFQDRRKQPGGPGANRGRRYNGPRQRRHAGQP                                     
>Mbre_XP_001746427                                                              
MPMRSDSRTCPYAGRNIIIDVNIQWDYPKSPPGINITSAILHPHLSKEVSALGCNAKARWHDKLDVVRALQAVHYLLDCP
ILRNNNACGEFMCTQQRPSTQQARSYFPDNILEFVRKAAEFGVDLKNPAEVAAKDAVLARADVCDRRTRTVDVKNTMTAR
STDTPDILKHYVSDISLANAPPVAKTMQIKCTCQRELRDHLPLWMQQISDGDALVMASRDRCSCSLFNLEASLYTIKGIL
ILDNDGNRVLCNVCCRWLCLSVCCAPACAHAPLCPQYYDDALPTVKEQRAFEKKLFQKTAKANAEIIMFDGITCVYRSNI
DLFFYVFGAASENELLLATVLGAYYEAISLIVNRDTLEKASLLEQMDTVLLITDELVDKGIVLNTDAESLARIATTTKSA
ASSSSGEKGLSSALNKASGLIRKHLLQ                                                     
>Mbre_XP_001746036                                                              
MSTLARKRLLRDLKKIKLDNTDGIIAHPHSNNLMRWTATIFGPPDSVFANGVFRLQLDFPEDYPTRAPKVVFVTDVFHPN
DVSSPLFSPFNRAVYVNGEICLDILQKQWSSAYNVGTILTSIQSLLDEPNPDSPANNEAAKWVTPLHATWNVLLATLARV
GGEPSLCPVILMLAHTPIAPSFFRLFVDDKMEYERRVLKCVEASWIDGGELTCLLIVALTTSRGAKEKQGKKEQSRCMSN
TLATPTAPHPSHRPPGTAGMSALKRAKIDAASSPASTSTSA                                       
>Mbre_XP_001745834                                                              
MTLMMSGDASVTAFPEGDNLFCWKGTIAGGKDTIYEGLAYKVTITFPNNYPYSAPTVKFDTPCYHPNVDETHGHICIDIL
KDQWSASYDVRTVLLSIQAMLGDPNVDSPLNGEAAQLYQNRDVYKAQVHQHYRQHAQAC                     
>Mbre_XP_001745649                                                              
MVEPSALLLQRQLKELTKSPVDGFSAGLKDDDIYHWEVMMMPPEGTLYAGAMLRAELIFPREYPSLPPKMTFVKVIPWHP
NVYESGEVCISILHPPGDDEFGYEQSGERWLPIHTVTTILLSVLSMMSEPNDESPANLDAAKQLREDPQGFKKKVRQCIR
RSQEEAYD                                                                        
>Mbre_XP_001745365                                                              
MAQALKRVNRELKELRRDPPTNISAGPIKEDDVFHWQGTIVGPEDSPYAGGIFQLEIKFPPDYPFKPPKCAFRTKLYHPN
VSSSGGICLDILKKEWSPALTVSKVLLSISSLLTDPNPDDPLVPDVARQYVKDREAFNATAREWTLKYARP         
>Mbre_XP_001745095                                                              
MFEWHFTIRGPADSPYEGGVYHGRILLPAEYPLKPPSIILLTPNGRFETHKKICLSMSDYHPETWQPSWSIRTVLLALIS
FMPTKGQGAVGALDCAPQECQRLAKKCVFD                                                  
>Mbre_XP_001745001                                                              
MDADDYREKLRTLDRLIAELKAQGAHKDTSEEDRVKAMCHRSCQPSKSRRSLAPCLAIAWDAVYFVREGIYRGGIFKLRL
LIPPTYPDKVVPRIFFQSNVFHPRVNDITGELDMSRYYVSWNPDVDRLKHLFKYVHKMFRKIDADNAVNEGAAAMFRVSM
EAFEAPVQRCVKASQATAHTPTGNSIELGHSDNRDGIMQAIKDYMQSLRQTANPDDSHSARIRGRLESRHKSLTSAVLTE
RMVQRASNLASVESLDHHVASPATCGTRNLCRLGDDACAGYVTYFTGEGASPERRWLFLSESAGHLRLYKTEREEDLITE
LATRDVCRCYEPDSTTQRASNGFVVVTPDMVLRLGALSSNGLLVWRSAILHASAFGEPRIGHEST               
>Mbre_XP_001744316                                                              
MSSPRRRIESDVMKLMMTDHNVTLVGDSMVEFYVVLHGPKDSPYEGGMWRVHVRLPEAYPYKSPSIGFENKMFHPNVDFA
SGSVCLDVINQTWSPMYELLNIFEVFLPQLLLYPNAADPLNGEAASLLLNDPERYKQTVRGSCGGGQWSEQKTHKGAA  
>Mbre_XP_001743910                                                              
MDEVIVPRNFHLLEELQEGEKGGRDDDGTVSWGLEQDDDIELQHWRGMIIGPPRTPFEMRIYELKIFCGPRYPDLPPEVY
FRSQIHMDCVDANGKVIPGRLPVLASWTRRGTIKSVLQDLKRAMMDRRNLKLKQPAEGSAY                   
>Mbre_XP_001743867                                                              
MASLAVERLQEERKRFRKDRPYGFWAKPLNNEDGTKNFLKWECGIPGKQDTDWAEGTYKLIMTFPEDYPMLPPKCCFSPP
LFHPNVYPSGSICLSILDHEKDWTPAITVVQILKGIQDLLDNPNNNDPAQLEAHTCYRQDKEEYRRRVREQALKFATA  
>Mbre_XP_001743847                                                              
EMVEPNMLKWTAVLEPSEAPFDKGRFTIDITFPRDYPYEPPFIKFITPIYHPHVLENGLVCLPLGDYNWHPSLGISGMLK
HILQVINTPERDYILRWDLGKLYDENRQQF                                                  
>Mbre_XP_001743467                                                              
MALKRINRELKDLEREPPAQCSAGPVGDDFFHWQATIMGPHDSPYQGGVFFLDIHFPADYPFKPPKVGFTTKVYHPNINS
NGGICLDILKGQWSPALTISKVLLSICSLLTDPNPDDPLVPEIARVYKTDREKYNKTAREWTVKYAQ             
>Mbre_XP_001743456                                                              
MQKRLMQELKLLDKCTSIKDGVFEVSLVNDNLFEWDVMLHKFDPDTLIAHDLEMMRRSHGVGSIWLRISFPQNFPFVPPF
VRVLAPVVHGGFVLSGGAVCMELLTPDGWSQAYRMESVILQTMSTIGKGQARIVRQVRRPLTDEEAKRSYDHLVRVHKKH
GWHTPQPGDG                                                                      
>Mbre_XP_001743337                                                              
STANMAAVKKLQQELKSFTKDPLDGVMVTVDDTDLFTWNVGFFGPPDSIYTGGYFKAVLKFPPSYPFEPPAMQMTTPLFH
PNIYADGKICISILHPPGEDEMSGERPEERWNPTQTVRTIILSVLSILNEPNISSPANVDASVAFRDWQAGKSKQYELRV
RDQVKQSQQQAADEGLSIPMTQEEYLASKATQGPRTRHGYRQDDFVVEDEEIKSEGESDDQGDDDDDDDDDDDD      



>Mbre_XP_001743159                                                              
MPLPKRILKETENLRRESDENGITAAPHPNNPRHFLITLRGPSDSPYEGGVFNLELFLPADYPMAPPKVRFLTRIYHPNI
DKIGRICLDVIKDKWSPALQIRTVLLSIQALLSAPEPDDPLDTTIAELWQTNNAQALANAREWTRRYAQA          
>Mbre_XP_001743051                                                              
MAHDSRDTKINLPLELSNAQEEEEEEVLVNTDDESKIDVPSSPVVVIDLEDQEEGGLEDDVVLLDPEPRRQRRRHKTCQH
CQQRFRASLLCTVPGVQLCGSCARAGATDIIKAAMGARRDASLPDFPNTPLEILTAVGEEAVVAYGAQLAQDGCQATPRL
PCSTAGLTRLLQAVEAINPTDAGGGPPTTDSSRGARTNRGRGRGRRGRRAAKQPKYMAQTAWSAGTGFGGRENSRLDARL
LACLQDAASQRQSSEDARLEQRLRDLDMALKGAELTAPTCFALWYHVLTSGMLDTLTNMLRSVNLADMMEQRRAVHCALF
SLLATFGAKPELAALLAPQWKLKDALEEILQKTSHASAVDTSLENLPVFLDILITILGAKRQEIEETESLSEAEVYVKEL
RNQSYRTIEMDLGRHSFSSQARALKQAPLKRMKRIQKELAALSSSLPLSFSGSIFVRADEARPDVLKALIIGPEDTPYAN
GCFFFDIFLPEQYPQTPPLVQLVTTDRGHVRFNPNLYKNPYYNEPGYEEHGNKPTSQRYNRALQYQTARVAMHQVLLHTP
PEFLHVVSTHFRCKRACLVAQLQAWREQLMAHPPAHQGQAGRFGQPPLHELEEVSLQAMDVVVAQVLQAVDKLKVDKEIV
VL                                                                              
>Mbre_XP_001742363                                                              
VEMDESNMFNWTAVLEPSEAPFDKGRFTIGITFPSEFPFKPPSVKFITPIYHPNVDEKGTQICLSVVATDNWKPATRVSQ
VLVELMQIINTPELEHPLRMDLAELYRENRQQF                                               
>Mbre_XP_001742091                                                              
MAAPISYHKRLMREYKKLQEAPLDLITALPTPANIREWHYVIHGLTEEPYAGGYFHGKVVFPEQYPMKPPAIFMITPNGR
FQVNTRICLSMSDYHPETWNPAWSVSTILQGLLSFMLEETATAGSMSTSHAERQKYAKASLLHNLRDAQFVELFPELTQE
IKSILRQRHANRTRAEQSGTGSGSGRGTDAASNPGLGSVLAFVAALVAFVAVLHNVVSDAASQKAS              
>Mbre_XP_001742043                                                              
MTTPARKRLLKDFKNLTQDPPEGIAGAPVGDNIFVWHAVIFGPRDTPFEDGAFKLVLEFSEDYPNKAPKVRFVSQLFHPN
VYADGSICLDILASKWSPTFNVSGILTSIQSLLDEPNPNSPALVFCWCEHM                             
>Sros_PTSG_00491                                                                
MSGRQAATRKLLQEMRQLQKEPIDGAIIDVDEDNIFSWKIALFGPPDTPYAGGYFKARLDFPDTYPFNPPNMRFTSRIWH
PNVFPNGNICISILHSPGTDHLSGERPEERWNPTQTVRTILLSVISILNEPNTSSPANVDANVSFLKYKRGESDDYLQRV
KHDVQASQRLAKEDGVTIPSSIDDYVIKHKPVEEPVLTADDLMDSDVADSDEDYDYDHDSEGDDEDANDEHMGEGHDVAD
GCGDGEVDDGGREEPEQEDN*                                                           
>Sros_PTSG_00516                                                                
MRATYLNSCGAVLVQSPSQVKCILPDTTTYPCHNIFPSQDVEDEEADVVCFDLSAQDFGCLLHHLNWSQLEASMRNSTQQ
QRQSLTAFLTQFQTIQSGGSERVERVALSLRAAEAACFIAVSSRLASMGDAALAHPPLWCARVQSVLAGMEDKLRQSQAG
FLFHTTPETRMQSCLQRLHTFSAWGHPTLSPYVLADAGFVHAPTDSQPHRVRHYTAMCNNNNNNNNNNNNSAATNAPNDT
HATFACDSPASIAALLQYIEHSSTRSALPDAGWTSMHARNIPLHTAINNLPGRTYPSHTRTSESGAGGWYSCDDFDTDEY
DDDDDGREEERDSDEHDDDDDGHDGDTAVRGGAGDNATWTGHANEPHSYRLHHGCDHGSRGSSRERSTDGMDGNGGAFDV
NAADMQSGDDDDDDYDDYDDEEDDEDGAAYDAGDGDDAREGEPGSWVYDSDAVSDGERARADESDDASADSEQTWLHNQA
AAALALSTASATPPSIPLVGESKALHTLVMACPDSGTVSVWGTSPELALLTHFNTRTCDVGSLLCSPVLLQHCNRRSSAK
PSNVLVVRQDGGVSSSPPASARTSNDNDDNDADADADDDDDDDDDDDDDDDDDDDASVGDEAGMWPTARRPLIDHEAAAL
LEAGLLEFGEILHVGVMGQPLPFLPLFVHVLFSAGSEGSLVAVFRVDSALASFAETPDGYFVSPVDHLEQGLRFPTLSAT
ASHLQRRHAEVLQFSDKRTLEHAQCVGGFAVPLAQVFACCETCDAADGNSTATSEDGDDALPRCVIAIGNHDEHGPCAAV
ISLRDALLRNTTAGARWCSAQWLVIPLPAEFSDPAEGVRITPTPTGCIALDAASGIAVHVHARKAACHRLSVADPSLRLP
IGAVHFNARTSEVGVVDATPQLTTFAVPPYLLSPTRRHQSEEPLTSLAPSIDQVPSLISPVQLLPKHASAPHIIATTSAP
LALAHTCATDAASNTEPALDAGVSSSLCLHDLPPAWPPPLRAGMVCVGGDAVVSAGAGVEPPRQPPSPLSLPPQSSPSPS
SASSSTPVQAVQTFAAPVEFVLNGDNPLRVRAAPSLDAEPLGVLRKGGVVHAVARASGDWLQIQYAAKTKGKKKKSRKKT
KAQGTEEPVALAWVKQFAITRQGLTTKTLRRTNEPQQDDVRLCEGEVIARVGHVPAGDAVSAAFHVKARGQVTSCRVHVS
VRRLLACSEAQDVARVEQSSVVLVFEPASSAPTQPSVLCIPLQKCQLLDGPDDTWMADVLFCPLEHGVSACTRVLQVHVC
GPAATQVRDVRLGLLAAQRPLPQPYAADVSTLVGDGILGITGLTCDAPAQLSHAARIMKHSLHLFVCAPRVLMQESALRR
LLRDGFITNPHPGLSPVPAIARCAVHAAPASSKQARDAIAAQLLALLPDMQQHAATCTRLQEALDLLFEFGSANPRALVC
AAMRALLRVAHDMLERHSANAAMYHALHGMCGKAAPVLEPMLFSLDRLTLPLITTDDKEPHSPSTPTAPTTTTTSNNTAD
SAAGQRSHQYHPTPHRTSKSVGSACPLPLRVCSSLSTQGVTASAPEGLDATVFQRYRVDFPGAHRQASAVVEVPHAVVTG
LVISLAANDRTLRITCTGGPTLTEITLVHIGTFTLDEVDSTTINADLALTCRFLQFQCDTVTPAAQGAAGDDVGSPDPYR
TPPDRVSYVHVGKGSDGSLTVTPVRAASSKPNMHQNLTQEQERQTRSPSQQQRQQHQGLDGVSAAGIGAGFGMHAPGANL
PGLPSLFPAKAEDPPFALFVSVYGHVLLQPVPSSDPVPDGGEEEHSKSSSSSSTSTSNSKTRPRCPADGGAPRDVHLAEI
AQGVASELEARVRAAQAALQRSQASLSSVMLAASRAPTSNEHVQLEEHMHMGKLAYTACVERLADVFCLSSTLKHFLRNH
RNLLAASTKARLVLPTPAFDRNSRFAHAVLDRLLQLLPARVQQHDESSRRPTVPGETQRISPDMDADTAEGGALCTLTVD
EAVQLYFGLCLQASSAVGQAVVDVLVRAVSFSVAEWNRLVLNILQQAPNHSLSRRIVNDAVCLMQARGLADTSVHNRLLQ
DLLDDVERAGVSAARRYLPGALYAFTQAMPRLEGRRRSRPDATHPLPDKHATPHCGNLPCVVVTEQNTHRRAALYAAAHA
TVTDAMAALRNIWEVNDQTTVSLTMADEHDLKGDETVSFLLQRQHQQAHAQHATHSDGDTHGPLMLFLRARCHVAIPAAA
THSPAAKAAAAAASTMVASGMGRATTKGAASTHGRAGRIQPATTLRARYSFVGESAIPLFRAVPAASLRGPALNAPSTAS
SSSSSPSSSSSSSSSSSSTAPIVGQVEPGDVLRVLVCQGSWMRVEVKRATTPGLVDGWLPISTAAPMLRVVHTRERMQWF
VVTQAAAPALELRNAARITAPVLARMLPGDILHVRRVVSGWAEVPWGARTAWAPLALEAVQQRNKNASSEEAATPADLTV
GASRSATSSIGKSGGSGSTTTRGSTPLLKPRSKSTDAAGSLWSTHLVLKVCLTRESGAARHRVPSKASANTPSATGPSAV
NPQDRDTARDRTEAPPSAFEHPPRPHEELHETCVSALMTVAAFLLRLCAAHGLDVANMEVVNEGGRVLPGWLTFGMLRLA



TGDVLHVRPRPAIRQQEAIVDPFVAVILAVDAPVHSGTDASATGQPRNGAAGPLSSSEEHGMYVVRLLRTACVYSACDLL
QFAHGDALPAAVLTWRGRVLNAHDTPASLDMCDLALVHVTRTAPSDRNVIHGYDNLKISNKTATAAATTTTTTTTIPGHV
YGRHEFRRTRAPIADEEAGSGLAHAADRVGSVGSSDSAIVAPATVPDQAEAGPVRVFALMASSALLQPLSRDVLLLLADL
LQRISGGCSWRSIMWVLTHDAMPRFLRGIAQSEDEDLQGAVASLLSTLCRAVQPPLADPRCSDPSVVQLLHPVPLHTHYA
LVQDVVYQYLRACSHSRLVSTSALPFLLNVLMPLHDRGAPLRVDWHEHTLLPSKPTQQHRPWTCISCRSEHSGLARGVPR
FSCAKGCDFHLCPSCIPYGPPDRPGPVISAGALDTLFAALSQSTARLNAPTDHQLRIIAFSLAQRADPQEVARSRAFWQC
VMSCCQSPDEALSLHLRSVIRTAVVRLLGVQVICLQAMQSLLRCVAEAVRRLQDRGSMLLLDLVHCVTLPASTRVLLTAP
PLLRLVVRCAVAVLATQSLAVETTSDTFARWKVALLQNVHQILRSVMQRATTTFVRDLWTCQRWAPPRDAPAGDGAGDDV
GEPPMDMFSPTSSPVPFSTESPDRHQSYNGASRATFLEKVQFLLTSLVYLSPPPAHAVHRALTEHTAASFPQHQSRAFAV
GSAASAAGQVGATLFGMGAPSAQVSRRVLKSLTANRPGAQQQQQRSRQPLAASMANLQQLLRGGRGDGGEGSAGASAEDD
DLSGVRASWVRLGLGDGLDEDEPGQSWATDKAGTADSTSHGSADSARRISLAGQRVEVPKLHAYSSLVEAAHAAAAAARD
ADQHGADDTSVGNNSSNYLDVLLFDMILQLIGEDEAAAAACVGVLFQVANARLVQVMESPLMSLLLLLLHKDQAVLSFVQ
QHRGLEYVLSLLEAVPVDATCMVWQPGTSTMAVRLADSLQAISLPASEGWRSGESALKLLLCMTDPARTSTTARDAVAHS
PLFPQLLRRVLSLVPVLPQTAARALQQLCMCSQYGAAEQAASALLTRPLTATNVNALRVIMLRPRCAGPDPGSGVQGSSA
PSKQSTTTPMPAAAAAAAATNGSTATVTTTTTITTTTRQWLQEVVYAIVHSDTPPSARSPPSPTPSTAAGGVESQLELCR
VLRAGIHQLRNTAEDVAALRTQLPPLLLDPSALARKLLSWSLEALSSAGLVGRDDVEAPGDDARMLDDAADAAIAAVWTM
LTVSSQQSAPLPVEGEAPPPPSRPCHRGTACERDCAGLETVSDAIQSSLLAAGALHRGSAPAFAMGDFASVVDYERHVRE
LLVPGMRVRLLGSARTATYEVPTGTIGTFVSHSTGVLFPAATRNSDSHGDGGESVGRTVVVHRASMADLEIVHAPQQLTV
GDQVFVEVSAMSDAQRLGFVWRPWYHSLLGKLATVVSIDPGNSVTVTAGGIRAVLPPHSVTLLPQERTTGVSAASLHLAA
LRAYVGALAALAQLPVHAVPSSLPGSPVSSNKDSAFAASVPVAEWLVVTLLHPSATESAASACRRARVLAALCTCSRAVL
DALLDESRPYMSTLFLDFASLCRMHPQPENHAAPTATDNTTAAPALAWEEEEEEEEEEEKEEEKVKEGKNEEREAENDER
DEDALATTVTGHRSAQPKEEEQAERRGGGERPARAVFALSFFAAQCSANARVRALLLSHFSGDDCARLLVTAPTPVSRLP
WPDRARVVALLPLLVSALCTASPKFARELAGSRHMQLQKCTPLVLDRLLSLRASVRVVLHIAPNAPAVAAPLVPREWVVS
PPEHGLWSGLQLAVPASLSLQRVGVILFPAAQSTLAKRVGCCGTRLRIGGLEVQVGDRVVVRRAMSDRAQVGRVVRLEKT
FVWIQTASGLSTVFVSDVAVGAVSIRSASSTDSDVCHSDGGRSGNDNGGGAHGHDGNGTAAGSAGKTTKAKQAPEAKPVG
SPSLAHLPLGDLAQMSPADGALVLWCTLDVDANTGRPVLTPRLPSTPPSSTSTCVEDTPETADRQHPQRPLPRGLFDELA
AHDKLYELVQAAASTFPPDARLFEEATGADETVGLTSARQDTQAFVRHVRVLADIPGFLAAALEHRVFRALLVRLVGAGV
SSADAEYLQSGMHMPDHVLRDSAVRATDASALLDGVLYNLLMTSSRGAAARPVQEHTEAMMRTLLSSGIVYHYCVSAVSA
AAGGAEMEEDADSTHSQTFDVTHPAVKRTNAVQGEGAEFAFFLGVTSRSTEEGTANVAGAPPSLHPQHSSSATATTTVIG
FPTPGGTIAAGSGDGGGGGIGRGTAVGRGRGISPRRGGALPLQDAAVLLGRSVNDATSGSSMRTHATPLPYSLPGWTSVS
PGSSPRQGRRNTKARRKPDRAPPAQRLFHELVDQRARLLSEANLTVVGAVTTAKPLPASALRDFYFEVTLAEAREAFAAI
GVSALPTLTSMVGFQAGTFGFHAFDGSLRAGQLHYIAPGPDSCPPGTVMGCGFKADERLVYFTRNGCIVGGYSDPSVARA
RYPAVTGQLATLVLLNFGHAPFVFSNLNRQLISREYLAERGLLHTVASSRPHSEPDLSLFEGGSGSSDPGALSGMLPAAG
LGMGMGAHGQMPSWRVDFAAAEHAKSIESLVSHIRILTACAKQARVSNNRRVQRAFVMVVEESGLLQVVQEWLHNDSIND
LFRYLNVNKAFVLFARALCACDDTNVMARWLESPLSMLRTLVHDYEQVGARFATRPQRQLMHLLRVAAEEVESALRHASS
SSSSAPGRTRDRRGMPGSGSGSGSGAASASSLSSSSGASASSGVVSPAPLTSATSLLRSPFTRPRDHDGGNDDDDDHDDD
DDDDDDDDDDDDDDDGGGGGDDDDGGGATEQRQDRRVHGEGSTGQQQEESHVEVDAFRRVEAPAAPERVRMTPEVAPPTS
ERDDGHGPAARDEQTTTEYKGTDAAGNERGDRQVATPATTVPTTTRPAVSTTTSEPMATSDVPATVVADAVEYRQRLGRQ
RLRIESKFPSTFSLSSGEQRSVTSPALPRLGRELTDAKRTLPCDATNAIFVCCDESNFHRMQVLITGARGTPYANGCFLF
DVLCPPNYPHKPPTVRLVTTGNGSIRFNPNLYNNGTVCLSLLGTWRGDGGGEEWNTSSTLLQVFTSIQSLIMTDDVYFNE
PGFDHSRQAPDVQAVNMGYNNIVRYGTVRYAMRQTLESPPECFEDIVRQHFYIKRHEIRATCQAWVQDAHAAAAAAAAAS
SSSSSSSSSATDPGRRARTVVAAAYAGLTMQHNPYLSQLFSRSHAAYAEYLEQEVGLLLQALDVLEHELGEAFGGSSGRT
GPATGPSTSKKEHQ*                                                                 
>Sros_PTSG_00639                                                                
MLARGVLHARRERQLLHLHPIPGVLVMSPSIDAHDNNHADDNDDDDDVQQEPTTERRKQTTAEAAGENVGRGTVNVSDND
HHDDNDNGNDDDSDTVNNHNHIGSPAARASKAPPSKVWLNWSVLISGLPKQDYAEACFRLQLTFDEESPAVPPRVQFLTI
PYHPNVHPVTGLVCMPTLERWNQPQPMQAAPPPRTPLSDHARARRSITPNTEVNNDGDDPHHTPSSSSPSPSRAPPCTPH
TPPPPPPPPPPAGRNPSQRPANSYVELLRDVQRLLSKPHLPSAVNAPAANLYRFKRDAYQRFVQQCSEASLRVHAGLPPY
RMQQMQQQERLRKQRQQQQQQQQQQNQRASRPTTRQSQQRPATQQRRLQAVPVHYEEYRASWKITGSTRRITDGDSRPDD
FDGDGYGFDTRGFDTRGYSGRTHNHERTRNRHPHSRTATRGKHYTTSTASSASYHNHRNSTSTSSSSSGGSAGVRMWPHP
AARQNLLQAGSAPGSRMGRRVASTPLASARALRSAPVISSSPTKHTFTTTPTATPSNATAAPVSPRRGAPATVVIPNLPK
VSSGWSVTSLVSASTSPQPDLSRNASHTSLLHRDNHRHSPRKPRLSRISSVGSEASRASTPVHFPPPSPSPSLLHAQHHT
PVSPRPMTSRTDAEADDLISWAGRLEVATPFTDDTAQSPTLNF*                                    
>Sros_PTSG_00932                                                                
MATKRRLKTEHAQFKKTPPEGVTLLTDDPTSTRWIVQIAGAPNTVYAGETFQLQLSFSDKYPFSPPEVIFLDNPPQHPHV
YKNGHICLSILYQEWSPALTASSVCVSILSMLSSVSKKEWPIDNDSYMARWRISRHGPQKTLWDFHDDTV*         
>Sros_PTSG_01166                                                                
MGEVVVPRNFHLLAELESGEKGHGNGMVTWGLDRDDDPLLHYWRGMIIGLDHTVFQENMYSVKIYCSDAYPDVPPQITFE
TPIKMDCVDASMQVIPAKVPVMANWRRTNTMYDALQDIRRLMGSSANRKTKQP*                          
>Sros_PTSG_01769                                                                
MVGARVIKELRTLRRDPVPLCSVGAHEDGDLSHWTALMLGPPGTPYEGGVFQLDIKLPEQYPLKPPAVRFITKIYHPNIN
AGGGICLDILKSEWSPALQVSRVILSICSLLCEPNPDDPLVPEIARVYIKDREAFNKTARGWTSIHALCSPDKFD*    



>Sros_PTSG_02487                                                                
MSHPKPVISAASKKRMESDVMKLLMSDHDVALIDDCINKFYVTFKGPSDSPYEGGNWRIRVELPPEYPYKSPSVGFVNRI
FHPNIDEMSGSVCLDVINQTWSPMYGEYNHGAVFMQQNTRVWMDEYKEIVYDTRGFYGKDPGDLSERRAIRERLNCHSFK
WFLENVHPDLWVPDIHPKFSGIISDPSPISTWSRRTTGGSKFPCFCCRVREGQSLSPP*                     
>Sros_PTSG_03269                                                                
MKRLFSRKKRKEGAGRQLQGGGDEDDAVDQQQRQQQEQQEGGEVIEIMDDDDDDDDDDDDDVVEVAGDNGANQGGGKKPQ
PHADKMMVINDDGGEEEEEEDDDDDDDVQVIGEEHHAPPKPAPAHVLPQAPVDPSSATAPETGDAGVMLYAQLQSEAEAK
KAASTGATEGSKPRLDVLPGTKMMPGQQQGSAQSVRVGMKRLMKELKVLQSSHSIKDGIFSVALDGDNLFEWDVKLFKFD
PDSKLHQDLLALKGTSGIDNVWLRISFPATFPFSPPFVRVLAPYVQGGFVLSGGAICMELLTPDGWSQAYRLEAVILQIM
TTIARNGARIVKTPRRAWTEQTAHRAYEYLVKTHKKHGWHTPRPEDG*                                
>Sros_PTSG_03317                                                                
MERRIQKETQKLKSIDSSNGVTVNVDANNYRYFHIDMKGPSGSPYEGGSFKLELFLPQEYPMSPPKVRFLTRIYHPNIDK
VGRICLDVLKDKWSPALQIRTVVLSILALLGSPEPDDPLDAAIAKMWKENHAQAVATAKEWTRQFAM*            
>Sros_PTSG_03406                                                                
MTRADQSSAPDDADSHAVLHKFAPLLSLLREKMLALPPYMTQAPTSSSSTHTSTSGSTAAKTRQDQSQSASAEEKYVEEL
RPHAFRMVQMDYSSHLYKRYIDESANANVSRQRMSRILKEVASLTTSMPVHFASSICVRVDETRPDVIKAMITGPEDTPY
ANGCFIFDIFLPQQYPAVPPMVSLITTDGGRVRFGPNLYNTGKVCLSLLGTWSGPGWDPKVCTVLQVLVSIQSLILNEQP
FFNEPGYEFSTQTPDSELYNTCVSYQALFS*                                                 
>Sros_PTSG_03487                                                                
MLPLKRLMKEYKDLVQNPSPGILAGPIDEDNFLEWEAFVTGPEDTPFEFGVFRAVLTFPPDYPHSPPKMKFTSKLFHPNV
YPDGSVCISILHAPGDDPSGYETAAERWSPVQSVDKVLLSVVSLLAEPNDESPANVDAAPWNVAGRSRTTPANPAITQAT
ATHHNSKFISHRIAAAVAQHRSSTASQQRSKKK*                                              
>Sros_PTSG_04126                                                                
MSGQGVTKRLRQELMGIMMAKDASMKAFPEGDNLFQWKATIVGAEGTCYADLKYKLTIKFPTDYPYTAPTVTFDTPCFHP
NVDTHGNICLDILKEKWSPSYDVRTVLLSIQSLLADPNVDSPLNCHAAELWSNPALYKEKLSRHYEENVRSRGVC*    
>Sros_PTSG_04132                                                                
MAFAHRSPSTKRILREVKELAKPTYDYVAYPLEDNLFEWHFTIRGPEGTEFEGGIYHGVIRLPPEYPLKPPAILFLTPNG
RFKVNDRVCLSISDYHPETWQPAWTIRTVLVALIAFLPTPGRGAVGSIDCAPAERRKLARQSVKWTCSECGHTPSHDLER
ERKHRSADDEEANRVASQLLAAEAKEADQKKKEGRQEGGEKSNQEDTASTTLTTTAATAAASESQSASDSTPSSSSSAAA
ARSPATTSARRRAGTGDGGAEQQHTQAAATTEASTPETAAATAPSSSRRKGGQRRSRTSSAQTAARPLPPPDTRSYDIII
AGILIAILALLAQQWLSS*                                                             
>Sros_PTSG_05046                                                                
MAAQRARLMREIQLLKKSPPPGVQCWVHDDSNVTVLHADVAGPPDSPYEKGVFRVELDCSGRYPFEPPKARFITPIYHPN
IDTAGRICLDLLKMPPKGSWKPSINISTLLTSLQLLMGEPNPEDGLLPDVSSEFKYRRGEFLRKARAFTQKHAVGSSSSS
SATATASADATGKVPESVVGEEDQTRRVLEEKESGGGVDKERAADQGMHAAKDEDDDNSENVPVRVVRTSKRRVVDPVPA
HHDSTGAPPSKVPST*                                                                
>Sros_PTSG_05091                                                                
MANSAALVRLRKELKSIQADENPLYKFIGLEQDSMFLWSLWIFGPPGTAFEGGAFRCLVRFPSSYPMDPPSWQFLTPIFH
PNVYFDGKVCVSVLQQPAQAQRSNGFWMPTLDVPGVCQSVLSLLSSPNPLDPANAEAATLVGAAFCV*            
>Sros_PTSG_05150                                                                
MSSAAPKRYVGRLAREYKAIKKNPPPFILAEPKPENILEWHYVISGLPDDTPYHGGFYHGKLVFPSSYPMKPPAIYMITP
NGRFKENTRLCLSISDFHPDTWNPAWSVETVLKGLLSFMLEDTPTAGSITTTTAEKRALAKRSLVFNLKDQLFCDLFPET
AEEIREVLRRKVKEATDAQNAASSEGANTNSSSSGSGGDEKLPELSSQTLAVIACIVVPIVGVILYQMVQAAP*      
>Sros_PTSG_05286                                                                
MSSSITPARKRLMKDFKRLQEDPPQGIMGAPVENDIMTWHAVIFGPEGTPFEDGAFKLTLTFTEDYPNKAPVVKFVSRVY
HPNVYKDGSICLDILQNKWSPTYNITGILTSIQSLLDEPNPNSPANAEAAQLYRENRREYERKVRDCVEESWSSDEEEEE
DEDEDGQDGDDDDDGADGDAPDADKPDAAEQ*                                                
>Sros_PTSG_06167                                                                
MALKRLLKEEKDLARSPLDTCSASPVDGDYFHWSGVILGPKDSPYEGGCFFVDFSFPPDYPFKPPKVWFRTKVYHPNIAE
DGRICLDILKSAYTPALTVGKLLLSIQSLLTDPNANDPLRPDVGKQYLHHRDKFTKTAQEWTVKYAV*            
>Sros_PTSG_06668                                                                
MDVEDYEENLRALDRTLTELRAELKSTKDDDAKASRLEQEIAAVDRRKRELLAAKTEACGGSRDSDLAPTFEHGFGSVLQ
EYTLLGELKLAGRQNVPGVYVRGHPATSFAWDGVIFLHDGLYEGACFKFRVIIPPKYPDHNVPRVFFQSQITHPMINEMT
GELDMKRHFPAWDPKRNRLWHVLRCIRHIFFTIDTDHPANAGAAALYKMGSAAFRTVAQKSVKASVHAATSRVGNTIDMH
AWDDSYESVLRVLKQFDKHSTKRWREMQAQLERQGRARAGMQQTSDTKTAQVLSTITHRLAREADTRKFTMEPRLKPYIH
AVLGKHGETTDVRLADWGCSGHVTLWREDTETLERRWLLLDEHRGTLTVFATEREEKEVSSLPIDAICSCHQDDDTAASA
SNMFVVVTPTTTLRCGALSSDGLHVWLSAIVHAMTLKPGEAAPRDDLEHTTTALY*                        
>Sros_PTSG_07150                                                                
MTANARRTKDDVDALQSKMKDADELSSSDDPESPGGSQPPLKRSKSSTPSSSSSSHSKSSKSSNSTGTSSNSASTSTSTS
TTSSSSKSSKSSKSSSKSKSSKSSKSSKSKSKSAGSRRTGFGTAAKRIQQEMKELASDPPRNCSASPKGSNIFDWGSTIM
GPEGSLYEGGIFYLDIVFPQDYPFRPPKVTFRTRIYHCNIASNGAICLDILKDQWSPALTLSKVLLSVCSLLADCNPEDP
LVPAIAQEYINQREVHDSKAREWTKLYAT*                                                  



>Sros_PTSG_08000                                                                
MGRTIPDRDTSSDSSDNGDNSAYAQWLETLTRTVLDGAEYVVTAAQEDPRVLVATGIAVAIAVVFWIMTHKRRHSREPAQ
PTSRDIRQQRLSALGVPDDKTTSTPAMQGSPVQEQQGQPSRPVKDDAGSSSAQQPRAVPEASSPPRKRPSPAELRRRKFA
VAASPTSGSMQQEPLKTTTPTAQRARPAVTPEAAAKAQAEVKAALAEKRRLRYLSTIVGVPIESTSVDVVSAYRRAATDA
RQPLAFALRVCNRIAREQRPEDVDKDAITRLKEAAGDDVRLELVQSTAVGAADLPAWAMGGGGGSNSGGGGGTVWDIVLD
VCTGQNGSPAVVADLIAPLDETTRQECAVSLLRTALQPLRGLNTARTWDANMLDLARFSLARISSVFAHTLLADLAACLA
PSSSSSSSSSSSSAGASEVVQLLCSPLFVSPLHASAEKMTTTAATAALAKVRRGPQPEEVLQPLMALQAAVVNFLHTTAA
GMARCKGGQTRFPYRDDVIMLLTRMHAEHDYRLRYTDHTLLSDATFQRRLSSSHGPALNAAHVALRLAKPILCSPDRASL
VNLAYADAYMREHVDAQLLPPFVQAKRARSGNKGEQDGGDNDGGDGDDDAVDNHDDDDDDDAKTQTHATKLVAVWLSSLY
IALPAAFHAFKHTSTVFEMRMREAKTTQTERDVLRARLTRHHIAWRQQLLAGGFTSELVQCCLLALIRFCDDTALHRGGA
GVEVLSRVSAQAVEFAIAHSPDAVLAGMKQLTPEDMEKFTAWAVALLQQSADLPIMAGNLASILHALVIDARVPYAPTTK
AHMYISEATGAPLINHPTMEAGLLPALMATFRGLDVIVGLDVDRESFDKYAVKAKLVKLMNVLLNVPAHRQSLASASSQL
LDEFSTSLLQSYLFALDSNITLLQQVHFAEERVSNPSTAAVDRVRARYLIEDNAARISGAMTPLLLYMDLFSLLLHDDHV
VAAATCRQPLAFLASAITLVTTRFSSPRRAELSVHHTSARAFDVGAVAISVLNAAVTLPAAAQHRLARALADDDEFTLAN
FHSLLDLVRSRETQTIDMPALEAFALKINAAGQQPQSSDPTAAVVSAPPPTDAEVAAEESGYEAALKPHVFAMTNLALED
GSTEHVFASRVSSSPSEKTARSLMRELKHLTRNIPIHVDSAIFACADEARLPLVRALISGPPNTPYAYGLFLFDILIPEQ
YPSQPPQVRFLTNGRGRIRMNPNLYNNGTVCLSLLNTWHAADTREKWSKSSNLYQVLLALQTHMFVSKQMYNEPATVSQN
TREDEERAELDDDRVLEGTLRYGILDMLHHPPRGFEEVVALHFTNCRHHLRRQISAWRRQRQRLHVIPQLLDEVEAKLLA
LGDEKQP*                                                                        
>Sros_PTSG_08103                                                                
MSTVSSSYVQNENISPVVLRRVTKEVVKLTKNPPEGIKVHIDEANITDIQATIYGPDSTPYEGGVFRVRLSLPSDFPQSP
PKGHFLTKIFHPNVAEAGDICVNTLKRDWTPDNTLEHVLTIIKCLLIHPNPASALNEDAGKLLLEDYEGFAKRAKMMTQI
YAKPTAKDAADQPAASSSSSSSSASGPGDAKKKPKKKADKKKKALKRL*                               
>Sros_PTSG_08441                                                                
MPPRKSMAQGRIKREIAEVKKDKQLLESGTVIKQVKEGDYTHLHGSIRGAPDTPYEGGTFELDIQIPDTYPFSPPKVKFL
TRIWHPNVSSQTGAICLDILKDQWAAAMTLRTVLLSLQALMAAAEPDDPQDAVVAKQVSPADEHTAELSGKLQQLVDMGI
DAPQARDALSATSWNVEAAIARIYS*                                                      
>Sros_PTSG_09370                                                                
MQEREQQSDRNKETEEEEQRERERERATWVISRQAAGRRLPTFNSKQSSQPTSKQVDSNERTSAPTSKRGRASKTPAKMI
KLFKLKEKAAEEASKEGDSTSAAHIRAQKGMHVEDWKPVLSLQSVIDGLSILLLEPNPSDPLNKDAARAMKQDLNDFERT
VRRTLKGGSVDGIKFDKCL*                                                            
>Sros_PTSG_10238                                                                
MTTAARRRLLKDLKNLQRDPPQGILASPNSHNLLLWSAVIFGPPQTPFEDGVFKLTIEFTEEYPSKAPTVKFVNWIFHPN
VYASGAICLDILQNRWSSTYNVAGILTSIQSLLDNPNPNSPANNDAATLYVEDTVAYERRVRECVEASWVDDHAKLQQEA
Q*                                                                              
>Sros_PTSG_10373                                                                
MSGIAVERLMEERKNWRSDHPHGFAARPATKDDGTKDYMLWHCTIPGKEGTSWQGGFYKVKMIFSEDYPMTPPKCQFTPP
LFHPNVYPSGTICLSLLDAEKDWRPGVTIKQIK*                                              
>Sros_PTSG_10418                                                                
MALKRIHRELKDLERDPPAQCSAGPVGDDYFHWSATIMGPSDSPFQGGVFFLDIHFPADYPFKPPKVSFQTKIYHPNINS
SGGICLDILKSQWSPALTISKVLLSICSLLTDPNPDDPLVPEIARLYKTDRAKYEKTAREWTTKYAT*            
>Sros_PTSG_11140                                                                
MPNPRRLQMEMKDLHKGVPNVEGITFDEADMTHVKATILPTEPPFNKAKFEVEITYPDKFPFEAPKVKFVTPIYHPNVNE
KGTEICLNMINAEHWKPATRTRQSTLIVLPSTSNFLEHAKKHKARR*                                 
>Sros_PTSG_12895                                                                
MSGTAALLLQRQLKELQKNPVDGFSAGLKDDNIFHWEVMIMPQEGSPYNGAMFCAELVFPKDYPSNPPKMRFVKVIPWHP
NVYEDGRVCISILHPPGDDEYGYEDASERWLPVHTVTTILLSVTSMLADPNDESPANLEAAKEWREDKETFKKKVRSCVR
RSQEEAFL*                                                                       
>Cowc_CAOG_00163                                                                
MQQQQQQQQQAQSTEIGNELQRTKRLQLELRSLVKSGEYDIDLGGDTGDALDIWNIKLYKKNLPQDSGLAADLDELIKRN
GQDHIHLQVNFPAQYPTEPPFFRVVSPRFKWHTGHVSVGGSVCLEVLVNTHTAAGYKSRYVMESLLWMVIINLVSDNPAA
GVGPGRIDFDAMFGPQPRTGYSEDDARKHFNRIIGQHGWINWSADGRKPCSFAPNCYRKNPQHWAEFSHEGQEAPVERDD
APPYQAPSPPVSTLSPHAQPFVPARSPSSSATPVDGADPARSPLRQ*                                 
>Cowc_CAOG_00194                                                                
MQRTVRLNKELPLLASQPPPGISCWQKNPDRIDLLEANITGPEGTPYASGVFKLELEIPDRYPFEVPQTRFVTPVHHPNI
DSAGRICLDLLKPYPKGSWRACHNIAMLLSSVQMLLAEPNPDDALVAEIAHQFQFNRAAFDATAKAMTLKHARSSAVSSS
SSSSSSSSAAAP*                                                                   
>Cowc_CAOG_00411                                                                
MAGRFTRRLQKELLDLQRSPPTGVKLEDNTTRLDQWRIHLTGADGSLYAGEHFVLRFRFGNNYPMEAPEVVFEGPNIPMH
GHIYSNGHICLNVLYNEWSPALSVQSICLSLLSMLSSSPEKSWPPDNDTYVRRAIASPKQTSWAFHDDTV*         
>Cowc_CAOG_01950                                                                
MSGPAESSAAASAPAGNAPVLEAFAPYFRQYALLTEFKRFAAQYISGVLCVPSSKNSDVWDGVIFVRKGQYAGGIFKFYI



HFPATYPMGTEPPRIVFQRPLFHPLVHPQSNELDVTRKFPTWRKNEDHIWDMLLYLKRCFYKIETDDPANPDAAALLLND
ERMFQQRVDNCVSDSKMHVHSKDESEIQFCDWKDEYDAELKHYWETGSFEGPRVLSHSNPTGDSARVYNV*         
>Cowc_CAOG_02013                                                                
MSMTVQKRLMRELAEVERNAAAEFDLGSSEDNLLVWTAVLRPPAPSLYQGGVFHVSIRVPNTYPMTPPAVKFSTRICHPN
IHWKSGDVCLDILKTAWSPAWTLRTLCLALLVLLDNPEVDSPLNCDAGNLLRCGDKRGYKSLVTMLTALHATPASASSSP
N*                                                                              
>Cowc_CAOG_02100                                                                
MASRRLVKEFEELQGNELIKSTVRNVTIDETNVLAWEALLVPDVAPYNKGAFKISITFPSEYPFKPPKVTFLTKIYHPNV
DESGVICIGLLKSEAWKPATRIDQVLSALVDLVNEPNAADPLNTEVAEVLTTDKKKFVKNVEEHIKKHAEKRPKE*    
>Cowc_CAOG_02291                                                                
MEGGLPKRIIKETQRLVAEPVPGISAEPDEQNARYFGIKIDGPHESPFEGGVFRLELFLPEDYPMAPPKVRFLTKIYHPN
IDRLGRICLDILKDKWSPALQIRTVLLSVQALLSAPNPDDPLANDVAEQWKTNEPAAIATARQWTRQYATGK*       
>Cowc_CAOG_03418                                                                
MAGTMGASAAVLRLLSDYKHVQADPPEGCSAAPVSEDNLFQWNAAVSGPEGTPWEGGIYNMHLAFSDNYPTKPPKIRFVS
EMFHPNIYSDGSICLDIIQDKWSPIYTISSILTSIQSLLADPNINSPANPDAASLYSKDIKAYKRRVRQCAERSIN*   
>Cowc_CAOG_03638                                                                
MSVQCTQRLQKEYRMILKDPVPYIRAVPRTSNILEWHYVITGPENSPYHNGLYHGKLVFPKDYPFKPPAISMFTPSGRFQ
TNTRLCLSMSDFHPELFNPAWSVASILTGLLSFMLESTPTTGSIESSDETKRQLALESAAVNLKQPLFCELFPELVEEIK
AKAAAAAAAAETSSSSSSAPSTENPANNAPASPDNKPVAAGAGAASPARKNNRSAKHDPPTFLSNAVAAMLIGVFAAIVY
CVLQTSV*                                                                        
>Cowc_CAOG_03735                                                                
MAQNNLKEIYRELVSIDKRGVFNDEATLQMDEENPLKIMLELTPKSGFYEGGRFKFRISLPKDYPNSRPTVSCLQKMYHP
NISHDGHICFNILSSDWDASIRVEQLVNCLLWLLQVPNLDSRLNGNVTHNMAEFERLVRVSMAGGKVNGTTYPRTLIAPM
SALDVLLMLISVGKNREAAVVGDPAAPISGIALTTIATLPERNNVIERMPLLLAFNKAGLCLDEITLFVMPSTRCYSIVD
CARLMRNNNVCENEVVKELVLEDSNSQAWLVLAHGAQPVNLARMSKLANTELALAKRSSIGRLLPDCEARTVNIGTTSVP
QTRIVVHESILRFEHVYMKTGLGTVVAKVPTKMILQLLPAAILCTDEEMELAADPQPESTPRQDQGFAVVAAALQQDQTA
AAAIPEAQALKEELTVPTATDEVSILQQEPRTNPDTEPLSQQLDELITRVVVQQMEQLRLLSAAGSESTASAAQPSAAPV
PVRSLLGSVQAWFSKPATA*                                                            
>Cowc_CAOG_04078                                                                
MSSPKRRLETDVMKLMMTDYNVNLVNDSMHEFVVKFHGPKNSPYENGVWKVRVEIPSAYPYKSPSIGFLNKIFHPNIDET
SGSVCLDVINQTWSPMFDLLNVFESFLPQLLHYPNPTDPLNGEAAALLMREPEQFRTKVKDYIQRYATETALKEAEESEA
DKPDSDLSSLDSFSDDDATADMEL*                                                       
>Cowc_CAOG_04214                                                                
MAANAQSRVIKRIQKELAEVTLDPPCNCSAGPKGDNLLEWTATILGPSGSPYQGGVFFLEIFFSADYPFKPPKVVFKTRI
YHCNIHASGSICLDTLKDQWSPALTISKVLLSICSLLTDPNPDDPLVPAIAHEYLKDRQLHDKTARDWTRRYAQ*     
>Cowc_CAOG_04633                                                                
MSIAQQRLSEERKAFRRDHPFGFYARPATLPDGSMNMLEWECGIPGKKESDWEGGTYKLRMLFSEDFPSLPPKCKFDPPL
FHPNVFPSGTVCLSLLDADKDWRPAITIKQILLGIQGLLTEPNLLDPAQVDAYDTLRNNPELYKKRVREQAAKFKT*   
>Cowc_CAOG_05839                                                                
MGSSSDTGALLLQRQLQELNRHPIEGFSAGLVDDSDIFKWEVMIIGPPDTLYEGGFFKAHLIFPREYPHRPPKMTFISEI
WHPNVHHNGDVCISILHEPGEDKYGYEKASERWLPVHTVETILLSVISILSDPNDESPANIDAAKEWRENRDAFRKKVQR
CVRKSQEAE*                                                                      
>Cowc_CAOG_06796                                                                
MASSAGASVVVPRNFRLLEELDKGEKGIGDGTISYGLQNGEDMELSNWMGTILGPPRTVFENRIYSLKLHCGPKYPEEPP
TVRFITRINLNFVNKNNGAVDLTKLPLIAKWQRSYTMETVLSEIRKALSSKDNMKSSQPPEGTDFE*             
>Cowc_CAOG_06859                                                                
MASQNTAPRRTASATATNPKLKSTASTMDGHAVTRRLQQELMQLMGAADLGISAFPQGDSLFSWIGTIKGVSGTVYEGLS
YKLLLKFPSAYPFNAPTVTFETPCFHPNVDERGNICLDILKDKWSALYDVRTILLSIQSLLGEPNNESPLNGQAAGLWAN
QEEFKKLLLQKYNENANKK*                                                            
>Cowc_CAOG_06883                                                                
MFRRKQAPTSAAVSSSSSSGGVNHPAQAIARVKKEYVECQSDEGMKSCNIKLSLVEDSFVKLRGEIPGPLGTPFEGGVFQ
LLIDIPQNYPFNPPIVKFETKVWHPNVSSQTGVICLDILKDQWAAAMTLRTVMLSIQALMSTPEPDDPQDAVVANQYRSN
REEYNRTAKYWTDVYARPGVSEDDVKIKQLMDMGFDEAKCKTALAKAKGNVEQAIEHLFA*                   
>Cowc_CAOG_06956                                                                
MSAKALASELTEYQKHPVDGFDVSLVDDSNLYDWRIGIFGPPKTPYAGGYFKARVNFPKDYPYSPPSIRFETELWHPNIF
KTGELCISILHPPGDDPMSGERPEERWNPTQNVRTILLSVISLLNEPNTSSPANIDASVMFMKNLTEYRRIVSAQVRASQ
EIARQEGVAIPTSVEEYTQRSRQQMERTKQDEEDAVDFENNYYDDDDDDDDGFDDGFDDYVVEDDDSALMDTDADEEENN
NKTAQTQTQMAKPILLDSSDAPLKQTRSAALDLASKLSSVTHVDSRGDA*                              
>Cowc_CAOG_07250                                                                
MINLFSLKQQKKDAAAAGGKKTSAAQLRTQKDINDLNLPSTCKVDFPNPDDLLTFNLAIAPDEGFYKGGLFRFTFKIGPN
YPHEPPKVHCEQKIYHPNIDLQGNVCLNILREDWKPVLSINSVIYGLQFLFLEPNPDDPLNKEAAANLRENRRGFEANVT
RSLRGGSVENNVFDNCMRSGNSW*                                                        



>Cowc_CAOG_07576                                                                
MSTKARRRLMRDFKRLQDDPPAGVSGAPTDNNIMVWNAVIFGPEGTPFEDGTFKLSLEFTENYPNRPPTVKFVSQMFHPN
VYADGGICLDILQNRWSPTYDVAAILTSIQSLLDEPNPNSPANSAAAQLYQENKREYEKKVKAIVEASWLE*        
>Cowc_CAOG_07990                                                                
MAAASPTRFNTKSPAVKRIMQEMREMQNPTESYYAQPLEDNLFEWHFTVRGAPDTPFAHGVYHGRILLPAEYPFKPPSII
LTTPNGRFEVDKKICLSISAYHPEFWQPSWSIRTVLLAIISFMPTEGKGAIGALDVAATVRQELAKQSVHFKCPVCQKCN
RDLLLPEAETPDLASAPSAADLSAIREIAFKGEDPNARSRTSSAVTEAEQADAQSLAQSTAAPVSESSAPAPEPTTGPQT
PSETVQGVFPAVESPAVAGPAFQPTWGVPPTPPTTLTPQHQQLFGHSPYVAHLSPAQLYHQHLYQQQQYLQQQMLHHQML
AQHQHRQWLLQQYHLQQQHQHQHQHQQQMAAPSATASHAAAHLRARTTTTTATSPAAPLAQQRVHAAQSPPSVLHQIVNY
FGFVALVVVLVLLSKWYAV*                                                            
>Cowc_CAOG_07991                                                                
MSAISNENLSPAVVMRAAREIQKIHAEPLEGIRIVQNEEDLTDIRAVIDGPAGTPYAGGSFLMKLTLSNDFPSVPPKGYF
LTKIFHPNVSKLGEICVNTLKKDWKPELGIRHVLLTVKCLLIVPNPESALNEEAGKLLLEAYDEYAKMAKMMTEIHALSS
KAGEASSTAASSTCASSCAAETSAAAGKVAASAASKPAVKTEKAKVDAKRSLKRL*                        
>Cowc_CAOG_08446                                                                
ELQDLGRDPPSNCSAGPVGEDLFHWQATIMGPPDSPYTGGVFFLSIHFPTDYPFKPPKVSFTTRIYHPNINSNGSICLDI
LRDQWSPALTISKVLLSICSMLTDPNPDDPLVPEIAHMYKSDRPRYEALAKEWTRKYAM*                    
>Cowc_CAOG_08578                                                                
MAGNSTACVLDADSSSDALLIDPETSTRMSRSSSITCVAMDTSADGRVLPVLGSSVRITRSRSSSRAGTAPGSPATASSS
NPVLVVDGSGDVEVHGAASVVMTSKRTRSHDLNDEDDAEERNFPRKIVVLSRAATEPTLPEEEEINEVLSQGEPQPHPQP
RSQHKKGAEDTDDDDVVILAVSKTAAAPSSLLGLRASSTIVANDDDEPCVLLDEVNASAATFADGTTRCAGCKTGVSSEG
VYVLDVCLHRLCPRCVDSTVTTHILPSELGLVVCPVARCGKYLSSRDMSRMLHHHFAGSSSVAESPRTRGRRNAAAKAAV
AAAAAASGTLPSLTKAATTELQTADDAFTQLRAKWLGRFMQTIYSPPTPAMLGLASTSAANVQPDKSDRKSTYAIAGSSL
HAIAACLKPIAPQCPTCQQSVTLYEYPQTTNATMLDAPIGRMHHTCAACNTNLCIGCLAVLPTRQRAPQAHHCPAVFAVM
LARQLALVEAILYRPEQKPQATIGASQQPPPMQSVPSEAADRGRGRGRGRGRGRGRGQHLSNVSQPIGSRGTGYAGNEQY
ATYSTTASSLVSSWKEDSQLARVLVDITRLLERLDTTYGAGWLGASAPSSAHPDADILEGVAASPAMFTHPIPPFLLPMV
LRSELTELLVAFLRNDSMMELADRREICYAVFGLLSVCATHPDLISLTTMNLQGTLAMAVAAIQLGAAPAPEQPPALLSK
VSSGGRSPAKSKGNNNAKEASAAGPAKFTRSGTLIEDAPTGDGPAKLTSTGTLVDESAAPSLEPRQSAPGESSTCIAALL
RSFETQASFFLQSTSKMQDAGTAVAENDEMGATYRLCLEIVGLCRDVQQAVEVARTAQKELSKVSSSMGTTDDSSSQPAS
QPQQDSADATAAARPAPRSSRSLTTTSQASSSSTPASSSSSSSSAAPVSAASAAVVSEADRYVSALSPLRFESIAGLAAA
HTYRPMFDKPPPSGASRTRMPRLFKELMALSTALPVAWASSVFLRVDDSRNDVLRALIIGPEGTPYENGLFFFDIWVSWT
YPQEPPRVQFLTTGNGTVRFNPNLYNCGKVCLSLLNTWEGPSWTATATLLQVLVSIQSLVLVQEPFYNEPGLRNNAVESK
RYNRNLYLATARWGIRSPLQRTFNGFESVVKRHFFLKRDAIKRQLDGWATELAAALPVARQDFFGFGRDATVGDLRSEIT
AITPLLDSLTMSDAGL*                                                               
>Mvib_comp8553_c0_seq1_fr4                                                      
LTFNNKLLSAILFTMSSARTARMTRELQILEREPPPGVSCWPADGSKLDHLEAEIKGVEETPYEGGRFKVDVLIPERYPF
QPPQVRFVTPIYHPNIDDGGRICLDLLKMPPKGSWKPSLNVSTVLCSIQQLMNEPNPDDGLMSDISKEFAENRALFTQKA
RELTQRHATGSTQATNDQKAGGRKRERDGEGDSEEDEDDAEEEDEEDEEDEAVGANVQSRRKMGRIQ*EKIV*KKKEEEE
NTLTSLGAGNKTERGVCFL                                                             
>Mvib_comp9180_c0_seq1_fr4                                                      
ATPRLRMVRLRKKKKMPRLCASWALFAPLLCVG*LRGPVLLSWRRNGGERIPLSWV*VCFFFFFFVGGRFVTSF*LCGSN
PFIVCCLDGGARRIPLRS*GWGIMRRLLMTLCLFSGTFKLRLEFTEDYPNKSPVVKFVSKMFHPNVYADGAICLDILQNR
WSPTYDVAAILTSIQSLLDEPNAASPANSQAAQLFQENRREYEKKVRATVEESWTE*CPAVRH*RETTSVTKKQKQNKHK
RSFLELSKKKKKKQ                                                                  
>Mvib_comp10668_c0_seq1_fr4                                                     
VFFFVRPSSHQTCSNYFSSCLI*IPSSTHYSAIDQIPFAMSQNENLAPAVMKRIARELKALVTEPPEDIRVIVNDEDITR
VRAVINGPVGTPFEGGDFEMRLVFGNDFPAAPPKGIFLTKIFHPNVSSAGDICVNVLKRDWKPELGIKDVLMTVRCLLVV
PNAESALNEEAGKLLLEDYEAFAERARMMTDVHARTHSAAKKDRGTSALDATDAGPDALAKKARVEKKQKEKKKNLKRL*
SNCLKLIL*NTHADTNSFIIKKKK                                                        
>Mvib_comp13099_c0_seq1_fr4                                                     
QRLNHLTKEKKKKTPC*RWRRRHRHRRTT*RVLL*SASCGKPLNCANGAKLIMHSHWRTTSSTGTSPFEVGTGLLCGCAA
TLASMSTRFPPKIKICSTFFL*PVNVLCVDFSR*ITQYAPSLAACGVLLAQRDGAVGAHGPSGGLVRLMWQLNAHSPHFP
HFPHFPCPVGVPKSDFDGGIYHGRILLPNDYPFKPPNIILLTPNGRFEVGKKICLSISAHHPELWRPSWSLRTVLLAIRA
FMETEGAGAIGALDHPAKERQRLAKLSVRWKCPTCDKENGDLVLAEGDEGGASVAEPTEEDREMMAQISFKVKARDTEST
SGGEAASDAQQVVSALEANGATVDEDEDDDEDEETARSPLQVGTPPETPTTTTTTTTTTTTTTTQPTPTTPASPATPATP
TTTTTVTAVRTPPAPPSGANVCVSILVWLLGVALGLLFIRRALRDAPAHDNLDL*SKT*LKQPY*LSK            
>Mvib_comp13171_c0_seq1_fr4                                                     
GVTD*LIYSYLSLCIVTLHTASLSNSSPSLFSMSQQSALLLQRQLAELNRDDSIQGFSAGLVDDDDVYKWQVVITGPPDT
LYEGGFFKALLNFPADYPQRPPTMKFLTDIWHPNVYPDGDVCISILHEPGEDKYGYEKPEERWLPIHTVKTIVLSVILML
SDPNDESPANLDAAKQMREQPADFKKAVQRCVRRSQECFD*LSLL*TNPPPFLFNTKYYVS*HLITCKKK          
>Mvib_comp13397_c0_seq1_fr4                                                     
TSPSSTPSASKKPRIECKGGVGVGSEWMKQQPARLIRGGGVWCAAGSNKTLARELADLMKRPQEGFNVSLYDDDDLLKWD



IGIFGPPKTVYEGAYMKACMQFPSDYPYSPPSLVMKPAIWHPNVYNEGERAGEVCISILHPPGDDPMSGERPEERWNPTQ
TVCTIMMSVISLMNEPNLSSPANVSASVMYRDNRDAYNEKVRAEVKQSAELAHSNGITVPLTVDEYTQRSQAVVKNMKET
EFTLDDLDDYGDDCYDCSDDDDYSGDEGLFDDDDDDDACDDDDDADE*DLG*L*PRANFCMIHRENVFKDKKNINANKNN
NY                                                                              
>Mvib_comp13397_c0_seq2_fr4                                                     
TSPSSTPSASKKPRIESGSNKTLARELADLMKRPQEGFNVSLYDDDDLLKWDIGIFGPPKTVYEGAYMKACMQFPSDYPY
SPPSLVMKPAIWHPNVYNEGERAGEVCISILHPPGDDPMSGERPEERWNPTQTVCTIMMSVISLMNEPNLSSPANVSASV
MYRDNRDAYNEKVRAEVKQSAELAHSNGITVPLTVDEYTQRSQAVVKNMKETEFTLDDLDDYGDDCYDCSDDDDYSGDEG
LFDDDDDDDACDDDDDADE*DLG*L*PRANFCMIHRENVFKDKKNINANKNNNY                          
>Mvib_comp4092_c0_seq1_fr5                                                      
FTYALRSPAPSPY*LCTFAMATSRRLNKELQAILASNLELVKEVTVDESNLLHWTALLQPEKPPYNKGAFRVSLQFPPEY
PFKAPKVVFQTAMYHPNIDENGVVCLDILKQDVWKPTTTAQQILLSLVVLIDEPNANDPVNADVGQQFTTDKAKFMKSCA
EHVEKHAEKRV*SISSSFSPATHCMNESSQPTRKHEK                                           
>Mvib_comp4364_c0_seq1_fr5                                                      
FFSRVKMSSPKRRLETDVMKLMMKGYEVTLVNDSMYEFFVKFEGPKDSPYEGGVWKVHVEIPEGYPYKSPSIGFINKIYH
PNIDELSGSVCLDVINQTWTPLYDLSNIFDTFLPQLLLYPNPQDPLNGDAAAVLMREPERFKEKCKDYVTRFATQRAIDD
AENKEDSDSESDMSEMDPFSDDETNGMDL*VCARACV*EKRKFNVHFFGLW*KKRKFNVH                    
>Mvib_comp4679_c0_seq1_fr5                                                      
ARTHHRSPLRAPFRLTTTGSIHCLFTLNFPNYQSPSAPLPHCKKQKIPKMTQSTKSAKRIQRELIDITQDPPSNCSAGPK
DDNIFEWVSTIMGPADSPYAGGVFFLDITFPQLYPFKPPKVVFRTRIYHCNINSSGSICLDILKEQWSPALTISKVLLSI
SSLLSDPNPNDPLVANIAQQLKENPELHNK                                                  
>Mvib_comp5677_c0_seq1_fr5                                                      
FIFLALLWSPVFIVDCNIMSKASREEEIGKIQDRTRRLTSELMYSQRVDLGGGRRYDIEVKDDADIGVWTVRLHASNFPD
DTALHQDLLEAPKHLKTDHIEVEIRFPAMYPREPPFFRVVAPRFVWHTGHVSWGGSICLESLVNTGTDRGYQQTFTVAGL
LTMVVHNLTQDNPPANVSQGRLDFKRDRSPERTSYDLEEAKKHFRRIVSQHGWNAHAPQAVPLPTCKYAPKCYRKNPDHW
KEFSHPGQPDPPA*SPDRRSLFSHIHSL*IKPPDVK                                            
>Mvib_comp6969_c0_seq1_fr5                                                      
FHDGPTTMVPGDSPYSGGVFFLSIAFPTDYPFKPPKVSFTTRIYHPNINSNGSICLDILRDQWSPALTISKVLLSICSML
TDPNPDDPLVPEIAHIYKTDRTRYEA                                                      
>Mvib_comp7027_c0_seq1_fr5                                                      
FSFP*RALYHFSSSLPPVPMSAVKRLTQEFKELTVAPPEGIAAGPVSDENFFEWIAYIMGPDESDYEAGVFQARLSFPKD
YPLSPPKMKFTSKFFHPNVFPDGTVCISILHPPGDDPLGYESCSERWSPIQSIEKILLSVLSMLAEPNDESPANVDASVM
HRDRPREFTERVDACVRASLGL*LTNAS*KNQTQSDIYQLYST                                     
>Mvib_comp7027_c0_seq2_fr5                                                      
FSFP*RALYHFSSSLPPVPMSAVKRLTQEFKELTVAPPEGIAAGPVSDENFFEWIAYIMGPDESDYEAGVFQARLSFPKD
YPLSPPKMKFTSKFFHPNVFPDGTVCISILHPPGDDPLGYESW*NDRGEEEIDIAV*LTDRLA                 
>Mvib_comp9180_c0_seq2_fr5                                                      
SFVFVLYSPTTAFNMSTPARRRLMRDFKRLQNDPPGGVSGSPMDSNIMLWNAVIFGPVDTPFEDGTFKLRLEFTEDYPNK
SPVVKFVSKMFHPNVYADGAICLDILQNRWSPTYDVAAILTSIQSLLDEPNAASPANSQAAQLFQENRREYEKKVRATVE
ESWTE*CPAVRH*RETTSVTKKQKQNKHKRSFLELSKKKKKKQ                                     
>Mvib_comp9382_c0_seq1_fr5                                                      
PLPSNLLEWHYCLEGAPNTPYHGGFYHGKIIFPSDYPFKPPQIQMVTPNGRFKCNTRLCLSMSDFHPDTWNPSWSVETIL
TGLLSFMSEDTDTAGSIRSSDATKRRFARESISFNLRSSLFRDLFPFVTERLELMQDQSAPEPIASGPYGAPMGSASDLT
LFSSVVALMALVIAMVYWLIVSP*TRQGETHQQLTNNCAMYKGPCTNSVCVKKKKKK                       
>Mvib_comp10960_c1_seq1_fr5                                                     
SGPPYCACLFAFDVKLPADYPQRPPDVQYHSRSPNRLNPNLYETGKVCLSLLGTWNGLKDETWQPSESNLLQVFISIQGL
ILVSDPYFNEPGYEKQRGTDEGMERSRLYNEGCVVHSIETAASMALRPPSVFQQLACEYFEATEERTLAFIDALIKDSAP
QSLAYSLLPVSEGFRLSLTRQRDRFVRSLEHSRRDA*PFVVVCTIIIKFIFFHLHFDYT                     
>Mvib_comp10960_c2_seq1_fr5                                                     
PPREKPADDANHDLETSDSVIIESEVLSVYEIREHTAYSLLIPGDGIALTPGTAAYNESLAGRVGGALIGINCCTGLAHI
QWNEGDYAALPPAFIFSVTNGDGDSDQDDAEFDEDDGVDDQFHVAFDDSRSWGTSPWQKEEEAEKEHGEEQDEEDGGNKA
PHEAQQEQEGVVVTDDNDEAGGETAPSASLSVTVDDGVPASIAFAPFDIVDSVPPDHVHASSLSHAGNRAFATAVRKDHR
LLRSSLPRGVYVRAYEDRLDLLSACIVGPSGTPYCGCLFAFDVQLPAAYPPRP                           
>Mvib_comp12663_c0_seq1_fr5                                                     
FSSHIHFPGLRRDNIHNRFT*KVKKAREMVSKRLRKEYEAMMKNPLDGIRLLDTGDLTVWNIEMAGAEGTLYAGETFTLR
LRFSSKYPFECPEVVFTGNPPHHEHIYTNGHICLNILYDGWSPALCIESICLSLVSMLSSATEKKRPPDNDRHVRFGTKS
PRDSRWIFHDDTV*K*K*SVMLWNESA                                                     
>Mvib_comp13116_c0_seq1_fr5                                                     
RRPPPAPTSRPPAPPVAPAASASPQVAPAPGAPPRFMNESMVKDAQLARDLQRMQQEELDARLAHKLKMEQEDMEMARKL
DESLAAPTPARAAAHAPAPQPLLSQPSPSRPPSSSTTFPIHPVASPSSSQPQSMAYALPHQTAATATPLIQLNTPSTPAR
ITPAPAPSQQSQPQISAMPTAETASSAAISEFQPYLRNYALLMELRLMKTADGLNGVYMMPSPSSLQRWDGIVFPHNGKY
RGGAFRFHLTIPDSFPNAWYDSPFLLIYFAFFHIFFFILLRCIANSPLMQFDSDVFHPQVASPSRSVDLSRAFPVWCPSV



NHLWEIALYVKRLFTHIETDHATNKEAVAYLASSEPSFDAKVRACITDSREALTFPSPSDSYLRFSVDFPDDKLEMAMDA
IRSQRSLRSFDAPARSPSNAQPAASLVSSLWSGLFQQ*TNADARCTLLRFHTHTRAPFVLYYFKKKTQSLASRKKKKKK 
>Mvib_comp13116_c0_seq2_fr5                                                     
RRPPPAPTSRPPAPPVAPAASASPQVAPAPGAPPRFMNESMVKDAQLARDLQRMQQEELDARLAHKLKMEQEDMEMARKL
DESLAAPTPARAAAHAPAPQPLLSQPSPSRPPSSSTTFPIHPVASPSSSQPQSMAYALPHQTAATATPLIQLNTPSTPAR
ITPAPAPSQQSQPQISAMPTAETASSAAISEFQPYLRNYALLMELRLMKTADGLNGVYMMPSPSSLQRWDGIVFPHNGKY
RGGAFRFHLTIPDSFPNACPLMQFDSDVFHPQVASPSRSVDLSRAFPVWCPSVNHLWEIALYVKRLFTHIETDHATNKEA
VAYLASSEPSFDAKVRACITDSREALTFPSPSDSYLRFSVDFPDDKLEMAMDAIRSQRSLRSFDAPARSPSNAQPAASLV
SSLWSGLFQQ*TNADARCTLLRFHTHTRAPFVLYYFKKKTQSLASRKKKKKK                            
>Mvib_comp13587_c0_seq1_fr5                                                     
LFDS*FEFDFVLNLLPISALPVRYINIMAALSKRILKETQRLVADPVAGISAVPADDNARYFHIEIQGPRDSPFEGGKFK
LELFLPEDYPMAPPKVRFLTKIYHPNIDKLGRICLDILKAKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAEEWKKNE
AEALTKAKQWTEMYAK*RTFFTITFHT                                                     
>Mvib_comp14365_c0_seq1_fr5                                                     
KKKKKKRK*RKSACWSVQMGVCGPKPPSASTSGLRGTGWTGVVSNLGRSHMNPNERR*ETLPGPLCLPPVPLRSTVEPRG
PGCVSLGSSLAAVPDVLFLPRRLFVKMFLLSIEQCVCGRVPATVAPAPSSTSR*PIGPIADARQEAQRVLVPIIAATPKT
HLSSAR*ELVDLGRDPPSNCSAGPQGDDLFHWQATIMGPPDSPFTGGVFFLKINFPTDYPFKPPKVSFTTRIYHPNINSN
GSICLDILRDQWSPALTLSKVLLSICSMLTDPNPDDPLVPEIAHTYKTDRDKYTATAREWTRKYAM*KQEKKKTKRESIS
SLCNSLLRLVMFIFKKKKKR                                                            
>Mvib_comp14365_c0_seq2_fr5                                                     
KKKKKKIRLIPRKKG*ALLRTDTYTYTHIYIHTHTQMALKRINRELVDLGRDPPSNCSAGPQGDDLFHWQATIMGPPDSP
FTGGVFFLKINFPTDYPFKPPKVSFTTRIYHPNINSNGSICLDILRDQWSPALTLSKVLLSICSMLTDPNPDDPLVPEIA
HTYKTDRDKYTATAREWTRKYAM*KQEKKKTKRESISSLCNSLLRLVMFIFKKKKKR                       
>Mvib_comp15635_c0_seq1_fr5                                                     
LLLQDF*ARKAEHKTRI*SEHIDPSGSSVVAMDADAEQPTPTKTDETKDEDDYVLGNAGPSSDESAMAGSAIDEKESVAA
TMEKQKKVVWDPFVAKSQETGEPTQACIKRVKTDILKLYNDPVPAICVWVDDADIRVVHALISGPFDTPYEGGFFYFLAR
APNDYPNQPPTVKLMTTSSGRVRFNPNLYADGKVCLSILGTWSGPSWTPVLSFSSVLMSIQSLMTEYPYYNEPGFETERH
AGDADTYNHILRHETLRAAVCEMLEEDSPSHKQVPAQLRQLMEGIFETQWDYYTQTIEENIHRDGQPMIDPFTQRQVGVY
RYADLRRRLNAIKDRIGFEADDEV*EEVKAEGRAREEMKGWIVKKVKNS                               
>Mvib_comp8004_c0_seq1_fr6                                                      
T*NAIPTSTMATTQNYVPGTGATNPKSASQSAAATDGHSVTRRLQQELMALMMGGDAGISAFPNGDNLFLWVGSIVGGEG
TVYEGLKYKLSLTFPSNYPYSAPTVKFETPCYHPNVDEHGNICLDILKEKWTALYDVRTVLLSIQSLLGEPNNDSPLNGN
AASMWADQVAYKTVLLQKYQEATKNAPVS*PPRERENKPNKHGFA*KRARERKSVCVSVIETLDSVPYIINFDNT**RKK
GKKKH                                                                           
>Mvib_comp8004_c0_seq2_fr6                                                      
LNDGV**EFYC*GEEDADENVEKVHVIILLLL*VYEGLKYKLSLTFPSNYPYSAPTVKFETPCYHPNVDEHGNICLDILK
EKWTALYDVRTVLLSIQSLLGEPNNDSPLNGNAASMWADQVAYKTVLLQKYQEATKNAPVS*PPRERENKPNKHGFA*KR
ARERKSVCVSVIETLDSVPYIINFDNT**RKKGKKKH                                           
>Mvib_comp9317_c0_seq1_fr6                                                      
IPNRLCTAL*L*IWGSVFTCP*HLVHLNMIKIFSLKQQKEDEQSKGGSGKKTSAAQLRLQKDISDLHLPPTCKLDWVDPD
DLLHFTLVIKPEEGYYHGGKFTFNFDVSSNYPHEPPKVKCAQTIYHPNIDTEGNVCLNILRDDWKPVLTINSICFGLQFL
FSEPNPDDPLNKEAAQVLSSNKKQFEQNVTRTMKGCTFNGRVYDKVM*SSLAV**MDGG*SPIIDYRKN           
>Mvib_comp11977_c0_seq1_fr6                                                     
LFSRFQYIMSTIAENRLAQERKAWRKDHPFGFIARPATNADGSLDLFTWDCAVPGKKGTLWEGGVYKLRMTFSGDYPSLP
PKCKFNDALFHPNIYPSGTICLSLIDVEKDWRPAVTIKQILLGVQELLDSPNANDPAQQEAYSTFMKSRELYDKRVLEQA
RKYTPTS*SRVHAREKCSE*VSECVCMGGRRKEVQRKRARCVWCQKKTLNLFLCLSIQYVLTVNRNCMLVESGSIAAA*G
CHNG                                                                            
>Mvib_comp12024_c1_seq1_fr6                                                     
IFLFLFTMFGHGSRSSHNPYGSGNELMGLRAKQISSLLRDCAYTRELVRDRTYEVPCSVNATTLYLNVQLPPSFPNDPPV
ITVAPPVAHSWVDSQNRIVGHSDLRMWSIHTSLGRVVAEIMTEFKRHPPTQASKSTSSSAPVPPQQSYGAFGHSPTPPQT
QTPPSSSVAPSNTTASSGSGRTRHKAPPGAH                                                 
>Mvib_comp12841_c0_seq1_fr6                                                     
GGVFCLSVFLSFHSSNTMASVPGTAIARVRREYKEANKDATLGGCGILLELPDEGDLLHLVGTVTGPEGTPYADGKYVLE
INIPSNYPFVPPKVKFRTKIWHPNVSSVTGAICLDILKDQWAAAMTLRTVLLSIQALMQSPEPDDPQDAVVAQEYKDNQP
LFQTHAKEWRQKYAHGDQSDPRAEKIKQLVEMGIDAKTAKDTLEQTNWVVETAIGVIFS*HHSVSPSFLSASPSF     
>Mvib_comp13099_c0_seq2_fr6                                                     
TT*SLNKREEKKNPLLKMASSSPSPSYNLKSPAVKRILREAAELCERSEAYYAQPLEDNLFHWHFTIRGVPKSDFDGGIY
HGRILLPNDYPFKPPNIILLTPNGRFEVGKKICLSISAHHPELWRPSWSLRTVLLAIRAFMETEGAGAIGALDHPAKERQ
RLAKLSVRWKCPTCDKENGDLVLAEGDEGGASVAEPTEEDREMMAQISFKVKARDTESTSGGEAASDAQQVVSALEANGA
TVDEDEDDDEDEETARSPLQVGTPPETPTTTTTTTTTTTTTTTQPTPTTPASPATPATPTTTTTVTAVRTPPAPPSGANV
CVSILVWLLGVALGLLFIRRALRDAPAHDNLDL*SKT*LKQPY*LSK                                 
>Mvib_comp15279_c0_seq1_fr6                                                     



QIDSTQNSLNCQFSNQFSLTLFIPLDPLALSH*ADSRGRTQPLSTHTQRKSKTKNNLTMDDAVKRVYQEVMAISRKSVFD
DEAVISFSDEHPLNVEVLFTPMSGHFHGAAVLFVIKLPNNYPNSRPKEVRCLTKVYHPNIALNGAVCLNVISGDWDARLR
IVDFVQALLWLLQYPNLDSRLNGAVTHKMSEYAEKVKLAICGEKVGNNKYDRCLSEDASVEILLRVLHGGRCSGKTAVHK
VNGADIMSLLGEKLGESLMKKFPALVRDAVANKMDVTIVDVGHGRWYATENCSKALEVDAAQVVKVLAWKVAGVPTLLAM
CGHARVDVRKVAALFNVSEDKVELIKRKEVCEATGHAWTSVALQGGKVAEENIVLDVSLLAQEHLFTSGGAPHTMVGIKS
EDLVKILGSARVASIAEGVQEKASEEAVVKETKNEERLLELARPVEPLQIGAVVVDAGLSTLEAHAASAPTTQTVSSPCS
AEVLSATQMITTALRSMFT*IREKLKGQRGKERDVNE*NLYNIILDSRK                               
>Mvib_comp16499_c0_seq1_fr6                                                     
LNNLFQSLFINMASGSGAGITVPRNFRLLEELENGEKGIGDGTISYGLEDGGDMELSDWMGTILGPPRTTFENRIYSLKI
HCGPNYPQSPPEVKFLTQINCSFVGRNGVVDTRKLPVLSRWQRDYTMETVLKEMQRAMSKEGKTAQPAEGSSY*CSAHTH
THTDTDTHIHTLTHTLAAGGYSLLYTDAHCIHTLCVFSFSLSYFYLVLFHSTVSTVPSKP                    
>Mvib_comp115349_c0_seq1_fr6                                                    
TILFFYCAFTSLRPYLLVNT*YLFSCVSPCSLVISHL*VACCFISLRMSVSPFDQYLREYNILVEYKLVVDEQHQFTGVY
VAPSFDSLHVWNGVVFVRSRAYATGRFKFRIDIPAEFPTCKTPPQVHFLTPLIHPLVNPATGELNVKHAFPEWSSSQSAL
WHVALYIKKLFYDSFDAIGDEAVFNAEAHRLATTDKEQYKAMVAQCVAASKEDALLAAAQLPTVRETVDDVPQDAPTSSV
AFHPWCDTYEEAYKRILEQGPCDATDSVLNLPVDPPSQLMGLSWVAKGSEKPFSVWRSAKR*KCLL*YF*CKRTRTTE  
>Mvib_comp467304_c0_seq1_fr6                                                    
PPYASTISSSGGDVKSKMMRLAQEASGISGSLPLSFDSSVFVRIDEERMDVWKAMIIGPEGTPYENGCFEFHIFFPDAYR
KAPPLVNME                                                                       
>Sarc_SARC_00913                                                                
MNPQSQGSLLLKSQLRSLTKNPVDGFSAGLVDDEDIYKWEIMVMGPPDTLYEGGFFKCHMTFPKEYPLRPPKLKFVSDVW
HPNVHEDGEVCISILHEPGEDKWGYEKASERWLPIHTVETIMISVISMLSDPNDESPANIDAAKEWRTQPDVFKKKVQRC
VRRSQEAAFD*                                                                     
>Sarc_SARC_01435                                                                
MMSEYDITLVNDSMMEFIIFMDGPKDSPYEGGRWKIKCELPNGYPYKSPSIGFLNKIFHPNIDESSGSVCLDVINQTWSP
MFDLLNVFETFLPQLLCYPNPADPLNGEAAALLLREPEAYKNRVKDYVRKYASPAALKDVEGAGGDDDEESELSEMEDLT
DEEDSKTFDME*                                                                    
>Sarc_SARC_01668                                                                
MTGIAQSRLAEERKAWRKDHPFGFFAKTKKHPDGTLDLLKWECGIPGKKGTIWEGGLYKLNVIFTEDYPSAPPKCQFDPP
IFHPNVYPSGTVCLSILDAEKDWRPAINLKQILNGIQNLLNEPNISDPAQADAYNCFLKDKADYEKRVRAQALKMVMR* 
>Sarc_SARC_03673                                                                
MPKSKSSKSRTTTTKSDVSNVKAVTLARLNKEMLQITIEPPKNCTASFINDNLMEWRATIVGPDGTPYEGGVFILKLSFS
DRHPFVPPKVTFMTRIFHCNISAKGEICLDILKDKWNPFLTVSKILLSIGVLLECPNPDDPLEPEIAHLWRTNRELHDAQ
AVAWTEQHAK*                                                                     
>Sarc_SARC_03872                                                                
MANPVEPNQVDMGSTRAAEDSILVPDSNSGSYFKTTGTTEHDTGEKSRNKSHDGRQDEGSVDSVPYNNDSDTVRDVGSKM
KVQTSSDSQLQHIKDSDVATADATGELNQAAQTDTHKNTKARQEGARQAPKNSDKFIPFFREYTLINEYKLLRDNSPPGM
YVIPSTETTQIWHGVLFVREGSYEGGIFKFDVYIPDNFPTEEVPTIQFTSDVFHPAVDAKTGLVSLDRKWDKWEPHRTHL
YSLLADLHGMFINLDVERYTQANPDAYNILMNDQQLFKIKVRQRVEHSKAHVYTTRDGKGSIHFEEYRNDVHGPVLRNIL
QNKWRSSVQHSTLGNSNVRRPPT*                                                        
>Sarc_SARC_03891                                                                
MLWNAVIFGPEGTPFEDGTFKLTMEFSEDYPNKPPVVKFASAMFHPNVYADGGICLDILQNRWSPTYDVAAILTSIQSLL
DEPNPNSPANATAAQLYSENRREYEKKVKAIVEHSWME*                                         
>Sarc_SARC_04999                                                                
MQPLSANNMPLIPVGLLKSHPEGILAGPISEDNFFEWEAIICGPGGSPYEDGVFASTLSFPRDYPLSPPRMKFTSPMYHP
N                                                                               
>Sarc_SARC_05258                                                                
MATANENMPPAVVQRVVKDVRKLLKTELEGIRLDINEDDVTDIRATIAGPKDTPYEGGFFRLKLILNSEFPTSPPKGYFT
TTIFHPNVAKNGEICVSTLKKDWKPSLGLDHVLLTVKCLLIVPNPESALNEEAGKLLLEDYEEYCKRARLMTDIYAKPKD
AKSAGAGDGAVENIGAYAPEKLKKKVTKTKSKALKRL*                                          
>Sarc_SARC_05644                                                                
IQETQRLQQEPVPGIVAEPQENNARYFMVTMDGPPETPYSGGKFKLELFLDNDYPMCPPKVRFLTRIYHPNIDKIGRICL
DILKDKWSPVLQIRTVLLSILALMSAPNPDDPLANDVAQVWKDNEPQALQTAKEWTEKYAK*                  
>Sarc_SARC_07101                                                                
MTAVVPRNFVLLDELEKGEKGIGDGSISYGLDGDDFSTMTSWNGTILGRPSSAFENRIYSLKIHCGPEYPDKPPTVRFLT
KVNLKFVASDGQVNMSKLKRLSPWSRNFRMEDTLKEIRDNMVSRENAKLSQPAEGTMY*                     
>Sarc_SARC_07546                                                                
MVNNNMDQLRGFIKGPKDTPYSEGTFELGITIPPMYPFVPPKVKFETKVWHPNVSSQTGAICLDILKDQWAAAMTIKSVL
FSIQLLLASPEPNSPQDAVVAKQYMDHFDEWKDQAKQWTEKYAQETETKFERNIKQLMEMGFSREKCEKYLNKTNGNIEE
AAAKLLK*                                                                        
>Sarc_SARC_07903                                                                
MRALQNVPLIFTPLLRPHRHYCIRGPEDSPYVGGYYHGKILFPKDYPYKPPGIMMVTPSGRFQTNTRLCLSLSDFHPDTW



HPAWSVSSILIGLLSFMLENTPTAGSVETTDTRKKILAQKSLETNLANVKFVKLFPEIADEITKKLNDRYRLQGSSSIGK
QSSKEDSSKTKQRGSDLIANVILLIIIIIFVWVVSRIIEEV*                                      
>Sarc_SARC_09912                                                                
MEDTDLYSYGDQDETEKRVYGDQIYHTGEGIIPKLQPRVEKSLRAVGLRKIFLRKVYAQDLAALSSQIGRGLYVHPSTEF
DLLWHGVVFPTKGPYIDGIFRFDMKMPDTYPQRRPSVRFTSFIYHPQNFDDFQEQSLIGGLKSTITSFMRG*        
>Sarc_SARC_10338                                                                
MALKRISKELRDLERDPPANCSAGPVGDDLFHWQATIMGPPDSPYQGGVFFLSTHFPTDYPFKPPKVQFTTRIYHPNINS
NGSICLDILRDQWSPALTVSKVLLSICSLLTDANPDDPLVPEIAHTYKQDRTKYNATAREWTRKYAMGQ*          
>Sarc_SARC_12355                                                                
MTFPNKNDLQQFTIEVLPDEGMYTRGSFKFQFIIPDSYPFEPPKVKCLAKIYHPNIDLQGNICLNILREDWKPVLNVNAV
LHGLLFLFYEPNPNDPLNQDAAKVLRTNPQRFTSNVSRTMRGGEVDGHYYDNVIRR*                       
>Sarc_SARC_12702                                                                
MPHYDTVECADDNILMWNVTLLPQVAPFNRGAFKYTITFPPNYPFKAPSVKFLTKIYHPNIDEKGAVCLGLLKTDNWKPA
TNVTQVLAAIANLIDEPNPSDPINNEAAKLYVEDIAAFNKRAAEWVKTHAIKR*                          
>Sarc_SARC_13275                                                                
MKFTKQFRSFPFRSFPSYLCRRSRLQKELMQLMKCDEKKQLSAFPASDNIMQWVATIAGPEGTPYEGLSYKLSIQFPTDY
PYSAPRVTFTSKCFHPNVSDNGEICLDILKENWSALYDVRTILLSIQSLLNEPNNNSPLNITAANMWQDQTRFTDAVISF
YKSEK*                                                                          
>Sarc_SARC_15356                                                                
FDLYLPSDYPKKPPQLHFVTTGHGTVRFNPNLYNNGTVCLSLLGTWGGPGWKPSLSTLIQVFLSMQAMVFNAIPYINE  
>Sarc_SARC_16911                                                                
MRVSPIPICLTSRGSILTVTDSTLIYAPVYPDGRVCISILHPPGDDPMGYELSSERWSPVQSVEKILLSVVSMLSEPNDE
SGANIDASVGDRLRVRCHVNRFVCDFSVAMKFVRA*                                            
>Cfra_g130                                                                      
MLNLSKIKKSKAVEATNGGSGVKITAADLRVQKGVHQLKCVVKCMSKIYHPNIDLEGNVCLNILREDWKPVLSVNAVIHG
MLHLFYEPNPNDPLNHDAAKTCDTSEFLYLLPELEDFIWEFQSLIIHLNSFTKLKRISTYANAGSTSKPIEIREQCTTKD
ARDSKQGRGNDSHSRISLTKVLFLEGHVFNYLSMLNAMAASSRNELLRLLNLREKTPLEVAYTDPESESQNGTLSRKRTA
DVLTTATSGTLTQTTANGIDSICSSILNAPTNRETTFETLIKTQIPAATLDPASPVESLTQSPTHAEHKFKKLIHSSALQ
EKNTVGNHTDDVTHEGTMERTQPPTQLNTRSENLPSVSDSLLSPPSAYEEKREMTIGVLDLVEDGRGAKDHSKRISKNET
CDTLSGTGAVDVKDIKHKDTSHVIRNGMRESVDAVPVADGQATDGRRSMRIDANDDICNVESKSVENSVALPANANKRQV
IMSEHLVQVDIGSNSINKNRRLIDRALTVSSNAVANNMASLEHDVQLHAPGRSSEPKKLRDATIDRTREGKTNISLGTHG
VNGSITMNTVDRDVAMGHVSNRKGRTKKSSSDMIQKLQLVSEQDHEYTCAICAKEGELLCCDTCTAVFHLNCLAPPLSKV
PYGLWMCSGCKDESSLFVPRNRLQPDDIMEMLRISEIRRCQEILLLKAKQEELESQGNVLEEEGILLTKAIIELTNQLEK
RRNPKNAEITILERPEAYVTPMENKSHITTIDLKPKRSWSRYGGLGQLEQPRARGRPKKYGGTKEKNIADRKSTQVNNSI
DSAGVDAELAHQWALLLDALG                                                           
>Cfra_g371                                                                      
MKDLVTIYEKNINQFSKFRIRGRHIVLSLIDAYYLFALEEILESSNAKNAFTNILSQAFPKTMQWPEIVLVVRALPSRAY
ELNASIKWYGKLHILLRREDYFHYLGLWLSTLGGAHSALGEADRFSCLLLGHQANASVSPFGKCVSWLQEDPPCGVSGAP
GDNNIMLWNAVIFGPEGTPFEDGTFKLTMEFSEDYPNKPPIVRFASKMFHPNVYADGGICLDILQNRWSPTYDVAAILTS
IQSLLDEPNPNSPANATAAQLYCENRREYEKKVKAIVEHSWME                                     
>Cfra_g856                                                                      
MPVISTTSTTLVNSTTSTIPASSTTSTTSASSTSSEVTLAYSTWVSTPTSSVSQPLVQTTATDTATQPTATATDYTPDLS
SEDKYLNIDRVSAHTTQGGTNVLHVLFMLIISAGGVMFSWTYRRQLLRENTDPAQPTIRFTSEDELKSVFEKAGVSLHLS
DNVMPVSQSVLREAARLTQHYSVRTGSPFFNNQLYGTPDVVGVAGDWISSALNANSHTYEVSPVFTTMEREILSKLARII
GGRYVKNSAGVGGYDGLTLPGGSVCNQYAMHVARFKAVPDIKSKGLVSALQGKNLVAYVSAEAHYSYLKAVNMLGIGTDN
LVKVPSGDVAGAMCPNKLEGAIKATIAQGDLPFFVGATAGTTVLGTFDPFDAIANICERYGLWMHVDASWGGGAFVSQDP
TTRAVMKGANRADSVCWNPHKSVGAPLQCSLFLIAYAEDEYNLLKKANGAAASYLFQPDKNFSNLDMGDKTLHCGRKSDA
LKIWLMWKSLGDKGIGQRVDYLIGLIHYMSSAIADKVDDKGRYCFVQVAPVSYANLCFYVIPPSLREEGKRFNPYEATAD
EMAFLKTVAPTIKSRMQKGGLAMIGFQPIGELPNCWRMVAAGAKEHSYTTSNIDEIIVSMVELXTMTTSAHGRNDEAKLL
SGALLSKLIRERVAEKVNARKLIDGSIPGLAVVQVGDHEDSNVYIRMKRKAAESVGMKFQHVHLPSSTSVDELLLEISKL
NSDRAINGILVQLPLPAHVDEKLVTESVCQSKDVDGFSSKSVGRLVKGDFQNTFISCTPKGCISLLVGSGFSIEGKVAVV
LGRSNIVGRPIASLLEKHNATVVLCHSKTKNLNSIIGMADILIAAIGKPEFVNGSMLKPGCVVLDVGINSVPDATRKSGS
RLVGDVDFESCKSVAYAISPVPGGVGPMTVAMLLENTLIAFERFIKTTPSPNNWKLVPTSISPLAPVPSDTDIAEAAIIK
PISTLANEIALLPSELEHYGSGLAKVRYSDVLRRLKSVENGKYICVTGINPTPLGEGKSTTTVGLVQALGAHLNKNTFAC
IRQPSMGPTFGIKGGAAGGGYSQIVPMVDFNLHLTGDIHAISVATNLVAAAIDTRMFHENTQKDGALFNRLVPARKGKRI
FNAVQTRRLQKLGITESDADKLSDTDKGQFARLSIDPNTITWRRVVDVNDRFLREITIGESATEKGFTRKTGYDISVASE
LMAIIALASDLGDMKSRIGKAVFASSNNGVPLTLDDLGITGAVAVLLKDTLKPTLMQTLEGTPALVHGGPFANIAHGNSS
IIADKVALKLVGKDGYVVTEAGFGADIGMEKFFDIKCRASKSSPNCVVLVTTVRALKMHGGGPNVVAGKPIPEEYISENV
RMVETGVENLSRHIESALKFGVPVVVAINRFTSDTEAEVEAVKKAAMGSGAFDAVVSNHWEEGGKGAVALAQAVTHACAQ
PSNFKFLYDLELSIEEKITTIVKEIYGGDGIEVSELAATRIETYTRQGFGNLPICMAKTHLSLSSDPALKGRPTNFKISI
RDIRLSAGANFLYPLCGTMSTMPGLPTRPCFYDIDLDTETGKVTGLLKHPVDGFSAGLVDEDDVYKWEIMVMGPPDTLXS
KANIFSNSEGGFFKCHLTFPKEYPQRPPKLKFVSSIWHPNVHEDGEVCISILHEPGEDKWGYEKASERWLPIHTVETIMI



SVISMLSDPNDESPANIDAAKEWREQPDVFKKKVQRCVRRSQEAAFD                                 
>Cfra_g1052                                                                     
MAGLSRRIVKETQRLQQEPVPGISAVPQEQNARYFMVVMDGPPETPYANGKFKLELFLPDDYPMCPPKLRFLTKIYHPNI
DKIGRVCLDILKDKWSPALQIRTVLLSVQALLSAPNPDDPLANDVAVVWKEDEYKAIETVLYEDYESKLNYNWLLAENGD
FDAYDQIAICPTNRSDDIRIACLGDAITSGNGSSHPGTSKEIYSFERGNYPIILESMLRSRFSKKNITVRNYGRSGAQIL
IAGADIPYFQTKEHMFAISYRPNVVVLMLGTNDSKVKIXHEYNTTINDIGCRPKLWLMIPPPILEDNFELNGQILRNEVN
PLLRDVIAPSSRSNMPIIDNESVLGEDIMKNFYLKGTKGEGNGNGVYPCIAGTTKIAEAVVLIYYRDIDYRYDIKIREMD
REKFRAEQSEKKLIVEIKREAKKGCSQAMLQMMAKDLVRTRGTIHKFMMMKIQLQGVSMKLNEMKTNDQMARAMAGCTKA
MGRMNKQMNVPSMQKIMMEFEKQSEMMELKAEMMDDVLEDTLGGVEDEAETEEVVQKVLDELGLNLEHELVSAPTSAVEG
LKMPAQKQALAEGSGSANTGATVNGGTGANSGSSAGGGPVNLDDLESRLAALKKT                         
>Cfra_g1463                                                                     
DVLCLEGSRYTQLPYRPLLANLFEQMFEQQVEVPDLILHENSRGLRRKLYSGFVNLVQATPRPTDHRYIILFVIGGISAS
EMKHIHDIVQKFDNFTGALSIGLPSTAHGLVEDGDAGLVKYFLKSCSSKLAKALDDSTAHRHMSDDEKTERIKYAMRLRL
KMTEPYASRWPEGLVVMKKSPTHVNELLTALHDDINEISYYSGVDSTNFDWYTTRTALSTVYTTTELFMSQDKSQDFAAT
YSFLDRRLEDLSTVKSATNEMCEEKKQLSAFPAGDNIMQWKATIAGPDGTPFEGLSYKLSIQFGTDYPYSAPRVNFISKC
FHPNVSECGEICLDILKENWSTLYDVRTVLLSIQSLLNEPNNNSPLNVNAANMWPDQVKFREAVVAFYNSETN       
>Cfra_g2008                                                                     
MAGGATLIGACVPFFGNLQDTRYLSAGLGVAAGVMLYVSFVEIFANKAFAYLCCVTEHYVAAGTAAFFGGVIMTTFLHLL
VHWVQGFDSLSLPGAFKRVFRIKKMAKGRDVSDDSVRGSFTQRIGDQSDSEEMYISVAKNITEYMDGSENSEVRNFDTNT
NIRTSNDLVTAHSTTRGGFATDLSNKPGSTQSMTVEGEVVGVGGSEDDKFVARASEEAKKKRTDTDSEVLEVHNTITVDS
SVVEASVELAADKARLANMSLITALAVGLHNFPEGLATFIAALSDSSFGAMMAISIALHNVPEGVVVAMPIYYATGRWKG
FFWASMSGFSEVLGAFFGWIILKDVLGPVAFGVLFGMIAGMMVFIAVKEILPTALKYDPEDKVASSSVFFEYTTLPFPCD
LVVALTMAGIAQLRLAEERKAWRKDHPFGFFAKTKKNEDGSLDLLRWECGIPGKKSTNWEGGLYKLTVTFTEDYPSAPPK
CQFDPPIFHPNVFPSGTVCLSILDAEKDWRPAITLKQILGGIQNLLNEPNINDPAQADAYNCFLRDKADYEKKVRAQAQR
MAMR                                                                            
>Cfra_g3056                                                                     
MNDLPRLIEHISGAACAIRVPIIMIAHTESLPAANNALDVGKKADTRTLLNAKKPSTQKGSCLCLNATCEEYLNKCACTP
QHIDVHQRYESMVNMNIKLIGELYTHAEKPHHNKTISVTSSNTNKRTRTMSTEDMAVLKSSALTRGFEKNDVGVFEVDAD
VSLKYDEKENLQGFLHEVSEVDVNCTAPFVHESSQKVLRNRGNRHRRTRSAFAPLKDDKKKEFLQRRVSFDPTVRKYTTY
SAFHYTRGFDVYSYYANIGHEEKMHIMKEVRDVRPKSPYDTLNMMSDHELTLVNDSMMEFFIFFDGPKDSPYEGGRWKIK
CELPNGYPYKSPSIGFCNKIFHPNIDESSGSVCLDVINQTWSPMFDLLNVFETFLPQLLCYPNAADPLNGEAAALLLREP
EAYKNRVKDYVKKYASPAALKEVEGAEADDDDEESELSEMEDLTDEEDAKTFSMD                         
>Cfra_g4139                                                                     
MALKRISKELRDLERDPPANCSAGPVGDDLFHWQATIMGPPDSPYQGGVFFLSIHFPTDYPFKPPKVQYTTRIYHPNINS
NGSICLDILRDQWSPALTVSKVLLSICSLLTDANPDDPLVPEIAHTYKQDRTKYNATAREWTRKYAM             
>Cfra_g4480                                                                     
MPKVASSKKTPAPALTKLAASSRIQKELAEITLDPPFNCSAGPKGDSLVTWCATIMGPKDSPYEGGVFVLDINFNKDYPF
KPPKVKFVTKIYHCNVSPSGEICLDILKDKWSPALTISKVLLSISSLLTDANPEGLNLILSLYAGMGKKTAKKKKQSAQT
KKKEAAKPVGNHTFQNDVRNFVPASSPGCHVASMDSRWIVGVDRFCEEDFGSIDEAPDMSVDPMDGLLTFINSSSVWRSY
NVSTGLRAFKENGQELQRGIYSQETDEGVIINKDCVTFVAVLSPRTIMDVCFLQPDANDEKSDETGIDLQSDVKDLIVKC
TRKSKTLKSSIPSPIAKPANTSSNDISTFALSDTSPSMLTNLISSHADSSSTSTSRCANVQQPKREHESVPVYGFPLARE
CGPYLCTQGFNGAFTHYFPGTLHAIDLACPPGTPVLAIADGEVVSVEQSNAAGGVHVSLLYSWNSIMLKLNDGYFVEYVH
IQKNSARVAVGDRVSAGDVICLSGSVGFCPSPHLHLQVHKSDDPGAETVMFALKGKHWLPYVPVANNFYTPDGPLDVQVL
ANTDGTTIPPATTKGPSAQGKRMFVCISVNTYSGEISSRPEPKTLTLEEQEEKRKARAARFGIPMVDKKVERPKNGKKQE
AAKPATEKKDIVAKNSGKRQAPTPTPKALSMEDVERIKKRAERFGTTDSEQYAHALLEEKRLKRAMRFSSGGDATASQND
PADHGDAIKKAKVSEGDGVPGAATEASA                                                    
>Cfra_g4626                                                                     
MATANENLPPTVVSRVVRDVRKLMSTKLEGIQLDLNDDDLTDIRATIQGPKDTPYEGGSFKLKLVLNKDFPASPPKGYFT
TNIFHPNVAKNGEICVSTLKRDWKPTLGLDHILLTIKCLLIVPNAESALNEEAGKLLLEDYEEYAKRAKLMTDIYAKTST
AGVAGASVEGSGAARDENGITKSAERGKKKLVKTKSKALKRL                                      
>Cfra_g4635                                                                     
ENIFEWHFTVRGPSETPFEGGIYHGRILLPPEYPMKPPSIIVLTPNGRFEVGKKICLSISAYHPEYWRPSWSIRTVLLAF
ISFLPTDGKGSLGALDYTNEERMKLAKKSLAWKCGTCGGHNAKALLELNPDTPHEVPNANDAELISQIAFKPKLDKKDTD
RAPSSSSTIETENTIESDGGRRRSTSASTASTTSVLTQRQGLRSGSPTGHIAPRTEAQPQAQPLAPRRQHAIGEIILTIL
IWGVSLELITLILVKFAL                                                              
>Contig12062_Abeoforma_whisleri_fr1                                             
QQQQQQQPLSQQPILDGGEGHSQPYQQPYASQFQQQQQQQQKQKQQASAVPQSFAPIVHHSMTEAESKALREDLARENFK
LFAFDEFLPDGVEQKFCKTGARIQQELENISISPPLNCRAAPRNDLFDWLGIIYGPPRTVYENGIFFLRILFPKVYPHEP
PKVQFITKIYHCNVDKSGNIALPFLLKEGWSPAFTISHILSAIYALLIHCIPEEPLVGFIAHQFVTDRKTHDEKAKGWTR
QFAADHDSHDIKNPEIRKYREDETYAPTYLDKRFRRSMFPKHNTI*DIAAAPPSPP                        
>Contig12950_Abeoforma_whisleri_fr1                                             
*R*G*R*NNNRLQQHSHPNTTTH**N*QITHFLLDSFVILNTLLNCFLKRRKLKKERTMPSYNLKNPSVKRVLKEAREMH



QPSQQYFAQPLEENIFEWHFTIRGPQGTAFEDGIYHGRIVLPSDYPFKPPSIILLTPNGRFEVGKKICLSISAHHPEYWR
PSWSIRTVLLALISYMPAEGMGSIGALDYNDDERTILAKRSLNYVCPTCERPNHEIVLPKTEEGDNEPLNKIDAEAISQI
SFAPEKKKTPEDEKESAAASTSKTDDNDSEQSDKNNINSASNTNRSNIGNGVENEDRSLSPTSSKSTSITAPASSPSTSL
SSDSPSSSSSSHNANAIDITTPTTNNSAPSNTTPTSNDPPRRSGPPVDRVMGNAEFGLEVSIWCVFCALCAFVFKKAIEN
GL*SF*TNCE*ITQMKLSFP                                                            
>Contig53788_Abeoforma_whisleri_fr1                                             
PTYDVSAILTSIQSLLDEPNPNSPANANAAMLYS                                              
>Contig69218_Abeoforma_whisleri_fr1                                             
DGCCDRFIYNYTG*QTAIN*FLKYCFLNYSFLSFLFL*QTI*LGAIHLPFFTSKRTGYQTTFIRIFIFFHYQ*L**QS*N
SKIIANMQRSLRLKNELPTLNNQTGFSCWSVDDSLEHLQANLIGPPSSPYESGVFKLDIFIPARYPFEPPSVKFLTPIYH
PNIDEAGRICHDVLKLPPKGAWKPSVNICAVLRNLQLLLIEPNPDDPLMADISIQYKHNRSQFDKQAREHTQQHAVTDLQ
SSKGSP*VIYQTHLKLSYISSCAIDVKLRLYPSHA*KYII*QSMQKDSSEAVMTIRIPRPFCSLHTPAGMWTGHVDIKKS
KTLNL                                                                           
>Contig75555_Abeoforma_whisleri_fr1                                             
N*INMFKARRVKKDLKLLKDGENSSFKLKDAQENDLCLVEIYGAEDTLYAGETFCLQFRFPENYPMESPEVIFVGKDIPI
HPHIYTNGHICLNILYNEWTPAITVQSCVMSLLSMLSSCTEKVRPKDNDSYVSRVKDSSPKNTKWWFDDDKV*LSERALP
SKIVKLR*ILGGWATGE*EGRY*FWFPDYRLNKVLCESFVKFRIKFCKSVLQNNLYKKLSESFLIEKN*NDK        
>Contig11378_Abeoforma_whisleri_fr2                                             
HYYIGNDSIYFCTPVFRTIKKKMTDANTTKRLQQELASLMMSGEASISAFPEGDNMFKWRGTIKGADATVYEGLEYKLSI
EYPKNYPFTAPTVKFQTPCFHPNVSECGEICLDILKEKWSALYDTRTILLSIQSLLGEPNNNSPLNNQAANMWNDQKEYH
RYLHQKYKEDSGKAIKSS*DHSHHPIGSVGATRLPFSFLPPFHVVSAQFNDTI**IE*FVHRLARGQEGN*RPKKKI*TW
TGKIQRACF*YYYYDYD*HYYFLTI*IALTFPCNCLDNLKCPCFFKNRGTTSSLPSPAPRKSFSSLPLAPLTVSIGVLSH
LASFIFNFVFFHPRPWRKNEEVNYDIFSIVCLGFGK*KRGKQCLLGCVFCSYSFSLSLSL                    
>Contig21700_Abeoforma_whisleri_fr2                                             
KMQRAARLKHELPKLATTCEFTCWSVEDSMEHLEASLIGPIGSPYENGVFKLDIFVPERYPFEPPTVKFVTPIYHPNIDE
AGRICHDILKMPPKGAWNPSVNISAVLRNIHLLLQEPNPDDGLMADISSEFKQQK                         
>Contig24861_Abeoforma_whisleri_fr2                                             
AGGVFFLNIHFPTDYPFKPPRVNFTTKIYHPNINQNGSICLDILKDMWSPALTISKVLLSICSLLDDANPD         
>Contig68417_Abeoforma_whisleri_fr2                                             
WSIISRFVLQ*VKEYQ*TLVLIQKRN*DSIEFRIVVDTSCYKA*GI*LETSSTSTSFNTMVLGTKI*RACHPTEKYSIMS
GIAARRLTEERKAWRKDHPFGFFARPIKESDGSLNMMEWECGIPGKKESIWEGGNYKLRVKFTDEYPSMPPKCQFSPCLF
HPNIYPSGTVCLSILDAEKDWRPAITLKQILLGIQDLLTEPNVADPAQADAYEIYINDRQKYEQRVREQAKKMAS*KKFY
*FFFFFFCI*SQKIKKKEI*NN*YIYAYSCINYIKGE*RKEKSVE                                   
>Contig69219_Abeoforma_whisleri_fr2                                             
YIVLVFCF*YALFYHLHYFIMSTLLFLC*FFHFSFLTLETSLINFVYTFKMVFTRYPFEPPSVKFLTPIYHPNIDEAGRI
CHDVLKLPPKGAWKPSVNICAVLRNLQLLLIEPNPDDPLMADISIQYKHNRSQFDKQAREHTQQHAVTDLQSSKGSP*VI
YQTHLKLSYISSCAIDVKLRLYPSHA*KYII*QSMQKDSSEAVMTIRIPRPFCSLHTPAGMWTGHVDIKKSKTLNL    
>Contig69746_Abeoforma_whisleri_fr2                                             
IYCYNIYRYIYDQLI*IQ*YNIVH*LCILKIVVHRSSLIFVIILYHLIK*SIMKTYKNNHEINFENEEGGSENDGSENES
QSENESGSDYESESEFSSFDDEEVDDGFEAVVPDKKAKEDVDLENEIAEIKGESKYSSVSATKVIHKQLMLCMKELKATE
PTARDYTLDPNTFRNLYQWKIMITNFDKDLLLAQDLAKYNYEGIEVEMRFGPEYPIQPPFVRVIKPRFTQFCHGGGGHIT
RGGSICVDMLTNEGWSPTYGIGNVINVIKHVLCDVEPNPARLHPQRHAEKYAFVEAIEAFKIVANAHNWSVPKNFYDHLR
HE*MKGGESKKKW                                                                   
>Contig10763_Abeoforma_whisleri_fr3                                             
*SSSISFCFT*KRKTGKRN*RDQKKKDMADKQSSLLLQRQFKELSKNPPQGFSCGLIEDDIYQWSILIMGPSSTPYEGGM
FKSKLIFPKDYPMKPPTLTITTDIWHPNVHSDGKVCISILHEPGDDKYGYELACERWLPIHTVETIMMSVISMLSDPNDE
SPANIDAARDWREDKVKFKKKVRQCVRKSQEALFD*KVEKKREGKRKKEKSNREDPGKKERVTLT*TQEKKKEKKKRERE
QFSSKCLKSIRTTKIFQRGLSMSPRQYLTKNIYRKRLCTNWRPDTSSFT*CCFYPSFFMDVKA*K*PIGCEIFKKIDLIG
NLIRYEISKN*FDGKKGGYPEPRKTRFKLADLNYRKI*LCRSCQTQSPVLNNSDFFPLCMDATQDFFFCFFLFFFFFFF 
>Contig28233_Abeoforma_whisleri_fr3                                             
ALSFSLKT*HLTMSQVVVPRNFRLLEELEKGEKGVGDGSVSYGLASNDDIMLTTWNGTILGPPQGAFANRIYSLTLFCDE
HYPDRPPTVQFLTKVNLPFVDSKGMINPKHVKTLAYWDRNNTLELVLKTIRGLMATKEAMKSKQPPEGSSY*FEYLYNFT
SILFLFLSLSSLFLLEKAKNPKKPKT                                                      
>Contig28645_Abeoforma_whisleri_fr3                                             
FIYPYTIKMALRRINKEFSDIQRDPPTNCSAGPVGDDLFHWSATIMGPPDSPYAGGVFFLQIHFPTDYPFKPPRVNFTTK
IYHPNINGNGSICLDILKDMWSPALTISKVLLSICSLLDDANPDDPLVPEIAHIYKSDRPRYESVAKEWTRKYAMGSS*I
IEKPINAIP*KKI*CFFFIFLVCM*NFFFILFFFFFF                                           
>Contig41761_Abeoforma_whisleri_fr3                                             
LLGIQELLNEPNHLDPAQAEAFDIYMRDRNKYEKRVREQAKQMAP*FKPKTQNPKPK                       
>Contig57727_Abeoforma_whisleri_fr3                                             
*IKLKEKTMKVTNNDTNNNMAVDEPVPVPSSHNLQFDILIDGPWLNAILDKPDEKIQKWLTILQDEEILTLEDLKSLMPT
SWDLLALPLVVKEKLKKEIAKSDDDRPQASELADLTSLSSLASTTPESSTEHQDTDIFVKMLNTETQESKITQLDCVVFD



VSSSMNSRSKLDIDKTRLDVSKILFHTMVDKLYCFELEHKLALVTFGKKIENELFTTEYERFHDELGRAEAVQHQTKLYD
AVMVAAKTLLEEHKKSQNLSENCKLRIFTLTDGEDNASAFKHWEVAQFLQNNNIVLDALCVGGRNMTLESVARVSGGLPF
SLNDLEQAINLFEGEAILHVEDRENKEIELPTITRELDLKEFMSKNNNSTTITSVKKKVEKFVGKSKTTEEITATLSNTN
SYDTYGIPRASLKRIMKEYMDIVQNYYGEMAAFINEDNQSQWKISFKANKDSLYRGQYFALSVNFPSEYPFKPPAIRFLN
TIYHCNINSDGAICLDILKDTWSPSLTISKVVMSINSLLDDPNPDDPLDAFKATLYRDDRQLYQQNLELNSKRFGHFSFE
SLADAFGLDKNSPFAKQ*YGTISFIEVNT*FVVAFI*NEYET*INKETNENLKKE                         
>Contig64497_Abeoforma_whisleri_fr3                                             
S*LLDYLILTT*LLDYFIT*LLDRITY*LIT*LVEILSTPPSPTLY*LQFISPHLFLK*VMAAPNAANLRLLKEYKKIIK
DPPPYIKAAPHPNNILEWHYLIDAPIDSPYKGGFYHGKVIFPKEYPFRPPGIMMCTPSGRFATNQRLCLSLSDFHEDTWD
PIWSVSSILTGLLSFMLETTPTSGSIVSSAETKKRYAWESCEFNVNNAIFKEVFPELWKEQKQEARKRKKIQIKNVREGK
FDYLLKDKVKRTWMEEILWNSLIMILFVIFSCIVYKMVQQ*K*P*KV*KLLCNYFTIASLVKIREKRTCK*WKHLLPILT
TFAKVAMPPVWKKKKILTFPKKLDPLQSSCISISL*KVFVTVLSDASLKNPCKT*NNIF*CLITVGKICHLVPKFEGVTD
KIIYKK*                                                                         
>Contig11436_Abeoforma_whisleri_fr4                                             
E*SRVE*SKID*FQIFSPLRNSCTNK*SRIRKYIHWKKKIEKKKTKKRKSIKIIIPCLCLFLSSCCIE*NDITKKYFLSS
ASFFK*TKMSSPKRRMETDVMKLMMTDYDVSLVNDSMMEFFVNFHGPKDSPYENGCWKIKCELPDGYPYKSPSIGFMNKI
FHPNIDEMSGSVCLDVINQTWSPMFDLLNIFETFLPQLLMYPNPTDPLNGEAAALLMREPDAYKEKIKEYVKKYATKEAM
LAAGQSQEKIESSSESEMSDEEEMSDDEPFDMDD*VRLRGLSGCVCVWGRGGCGVSNENIL*IS*IFRRVHSKSIKK   
>Contig25970_Abeoforma_whisleri_fr4                                             
YKNQNPFQRISFFLFYFIC*YKLQRCL*LTTPEKSKIFTFQESVMLLEELLLLKIMLLFT*MYALLTQPPVPLFVELLKE
SPSLELLELWAKVTIVLTALLKNVESFTKFSKLKSDNKIIIIIFSNKKIKKNMIPDIVDDRLQAEYSLIHDRLPKEFEVK
QQGRLTWTCVIPGRKGTVWAGHKLPLQITFPNDYPFNPPSCHFTPPIFHINVFPKSGKVGLSFLNKDLPRDDPNEQNVKF
ENPGWHPTITVDRILKGIQILLDDPNKNNPANPLAYTLYIESTDDYHNE                               
>Contig32559_Abeoforma_whisleri_fr4                                             
PFSAPNVRFQTPCFHPNVSECGEICLDILKENWSALYDTRTILLSIQSLLGEPNNNSPLNNAA                 
>Contig33081_Abeoforma_whisleri_fr4                                             
GFNTNTS*LVLLDIRHSHYLCRIFNKEIKKSMSTSARRRLMRDFKKVQNDPKKGITASPSENNIMIWNALIYGPADTPFE
DGTFKLTIEFSEQYPNVAPEVKFTSTMFHPNVYDTGIICLDILQNRWSPNFDVGVILLSIQSLLDEPNPNSPANALAA  
>Contig63193_Abeoforma_whisleri_fr4                                             
*VKQEINKPI*HK**H*STYLITIHTHANTHSHTYAYIHKIISKMSNPAAGRIRKEYNMFQKDESAKLAGITLEAENDDL
SLFRATVKGPPESVYEGGVFALEVIIPSTYPMIPPKIKFITKVWHPNISSSSGCICVDFLKDQWAGAMMLQTVLLMLQNL
LINPEPDDPQDFVVASQYIKDRELFNSTAREWTALYASPDNVAKLPEDPKVTQLTSMGFDKSKATSVLKQCNGDVNQALE
LLLSGS*RSNEHKTNQLKSARGMLCRRQVYLVS*YW*QKIFKRQTISL*HLQTTV*CQSLKKKKI*HNQKV*        
>Contig68065_Abeoforma_whisleri_fr4                                             
*NYNTTNYLLDMSGTALKRLLKEYKALSENAPEGVLAGPINEDNFFEWEAVIAGPEGSPYEDGVFCAILTFPRNYPHLPP
KMKFTSPMYHPNIYSDGRVCISILHPPGEDPLGYELSCERWSPVQSVEKILLSVVSMLAEPNDESGANIDASKVFREERE
TFNQVVDITVRTSLGLS                                                               
>Contig10484_Abeoforma_whisleri_fr5                                             
SDSSLQYKTKMLRRLRAQAQETEKQKANIEISASSGPTLDYADLRLTTDLADLELPPQCTLEHINGESDLKNLRIAIKPT
AGLYKGGVYHFHIIFSAQYPFAPPKVTIQEKVYHPNLNVGGGVCLNILREEYKPTLTLTHFVMGLLHLMMEPNSDDGLTK
EICEAMRDEDQFKRDVKTAMMGGSVILRKHDGTSERVTYDRVVPYK*ILKGKKTK                         
>Contig12655_Abeoforma_whisleri_fr5                                             
LPPSVLLSITPFNFPIMSNMERLRAIRDVKKMIDNPPEGMTVSFNENDMSEIICVLDGPVDTPYEGGKFKLRLVLGSDFP
SAPPKGFFLTKIFHPNVSASGEICVNTLKRDWSSKLGLPHVLLTIRCLLIEPNPESALNEAAGKLLLEQYDEYAKRAKLM
TSIHATAKSNNKKNTASTTPTTKSKDENRSKGKDSSANFKDSTINTKLERENEENTSSNISTATSGITKTTSAGATRKKG
RGLKRL*ENKPLEIRR*KWNEKKKKILFVVP*KH*AIDLVTALRNESSMVQHST*RCVAETFESRNP             
>Contig34183_Abeoforma_whisleri_fr5                                             
IN*SSKRIL*NFIVNMSTPARRRLMRDFKRLQDDPRSGVSGAPSENNIMLWNAVIFGPADTPFEDGTFKLTLEFSENYPN
KAPRVRFISTMFHPNVYADGDICLDILQNRWSPTYDVAAILTSIQSLLDEPNPNSPANATAAQLYSDNRREYERKVKAI 
>Contig34760_Abeoforma_whisleri_fr5                                             
FPLSFSPSLSSFPSLYLAPSLTLLLSFYSSFLPSPATSMSDFDKILLSLEHPVFLENARTLIELKKLRQNCPTGVYVLPS
IQNPQVWKGALFIQDGCYAGGIFKFEIRLHENYPCSMPD                                         
>Contig56086_Abeoforma_whisleri_fr5                                             
SFPMKHTKFYTFIQPFTYFTPIKSLAN*YNQPSPTSRVNLRLDNVLILLIHIILLFSKHFSTIFINQSYVIRSSEMNKEF
EKQSEDKPPKESKKLVPLKGHSRPLSESSLPASPPSLLTVSNTDKRHRNNSSPNLVQNRLRRLASEFKEIAASEPPAFDL
SLNDDDLSTWYIKLYQKDFPISSKLYEDIEELQQREMGDHILLEISFPEQYPYEPPFFRVIKPRFCWHTGHVSWGGSVCL
EALVSTGSSQGYSPSYSVLGLIYLVVHNFTANDEMSNIGTGRIDFKRQRSPERTTYDKAQAVSDFVRIASQHGWMKASKP
VCRFAPNCYRKNPDHLRKFLHPPAPPPPRKINEEKKEELNDQEIVQNTNEKNPQIPNNE*KGGTKFTIVI*YAPF**GEL
FELGLMKDQKSIYYIFLRYLSKHRPSSSSHLSFFCSLAVCVCVCFYENETTEKTQTKK*PNNLIVVHTVRHSES*KPLTR
L*SKDNMCKIQTEDKFG*LTIFVMG*DYINLNKSLRMSLGSLWIIIVYIML*L*FIFHCFASALQRNLKRISQGVPPLTQ
PLIISDGSYEMIMTLN*I*RTLKYKERKNI*IWVLVATPFHGEQIRSYRKQS**QCKQCNSD*GRKTVVKNTNKRQEQKK
NKKG*                                                                           



>Contig67765_Abeoforma_whisleri_fr5                                             
QQQKQKQNKTKDKLKYIQKRKLKRKLKQS*NKAKTKTRRTTKTRTKTKIKTTIAITTVVSK*QITSMYEHQC*ASQLHFN
ENLSKMISNQQVQVDDSTEDHLINSMKKLYIQQKCLGPTAARLQLERKRWRQAHPFGFYAKPIANEDATKNIIIWRCGIP
GRPKSLYEGIVITVILEFPMDYPQFPPLCSLQKPIFLHPNVFRSGRICFGKINEDWNPKYTISDILFGIQSLIHSPNIDN
PACAEAYCLYMYEPEQYKLKVKKQLDEIRELQKDE*TMRELKKVGSEK*G*LSYDLCDSIRKKGKK*KNN*GSINKNLLD
*RDWDEV*VVIFSFLVKIQK*F*NAK*GNTHTYTYTDTYTYTNTYIYY                                
>Contig68114_Abeoforma_whisleri_fr5                                             
*LL*P*R*TFTFTLLNIRTCLIAYLDLSVRYCHPHRMEPQSVGQDPLSNTNDDDVSKAKPFLPFFHEYALMQEYKQLQNN
IPSGVYVMPSTELSQVWYGAIFVRDGYYVDGIFRFHLFIPEDYPGKTTPSVIFTTEVFHPAIEAETGRVELSQAFPVWTS
KDHLWHVIGYVKNLFYDISTTNALNATAAEFFNKDKNSFHQHVRKSVAGCIDSLYQEREDGINFSKWIENKHGPTLKEIL
KKVPQNNSGNNNTKNNSNNNNSNSKAKDNSYKQPYPQDNASFPRLSGSTQPSRAMKTPSSSSYSSRSGASSSRSGTLSST
SSSTSSSTTATTATATTTTA                                                            
>Contig69430_Abeoforma_whisleri_fr5                                             
TTLY**IRSKLFITKSRDKIIMERRIQKETQRLKSEPEPGIEIVVDPNNDRYFHIAMQGPKGTCYEEGTFKLELFLPQQY
PMNPPKVRFLTKIYHPNIDSLGRICLDILKDKWSPALQIRKVLISIQVLLSTPNPDDPLANDVAADWKNDDKKALATAAE
WTRRYAS*N*FLFQLQ*FRNQNIFHA*DKVETMGQRFDEDLTYFYLFHFFI*IF                          
>Contig27891_Abeoforma_whisleri_fr6                                             
*ILLFFSTQLPLLTNITVMTSVRRAQRDLMQAQKAELPEIASIEADEDNLLLWTGLLTPNEAPYSKGAFKFTLEFPSNYP
FRPPKLVFVTPIRHPNIDENGLICLPILKDDTWKPTFKIVDVLTTLCDVIHNPDLSSPLDDDIAAKFQKDKKAWSKAIEE
HIKKHGEKRPKK*DHF*KNY*IFEKKKKKKSVKRAASYLHIGHIILYTCTTLSTKRKVTFGVCL*VLSSLVFSFLILVSL
VQPLFSSCRIYS*FIFEFNQSARRNIDYPFIHHTLSPKTAIATTIRIMKNNNNTKVNMGLFLQVF*DVPIEGISL*MDFA
RFL*VFAGFHQFSL*KNTIVQNIICCLLLIYNSKKIEQHE                                        
>Contig28340_Abeoforma_whisleri_fr6                                             
WNFVIEFKSNIATHFLWPFSFSVLNIKTKTQILRFRQSRTLGKMASVVSKAPEDQTSDSVKEIIVNRFKSKTVTGSTAKR
IQKELIEITLDPPSNCSAGPINDDNLMHWSASIMGPDGSVYQNGVFFLDIRFPKEYPFKPPKITFTTKIYHCNVANDGSI
CLDILKEKDWSPALTVSKVLLSICSLLTDCNPDDPLVPSIAKQYQTNKEQHDKIAREWTRTHAT*EEK*T*FIFTQQNS*
YTITSVITCILKSPKSI*FGNILCIPLFLWTFP*VALFLFMN*YMINKGEKKRKK                         
>Contig57139_Abeoforma_whisleri_fr6                                             
LKVGFVPLGRVIFQ*LKKLATYLNE*F*CKRVPSGAIAIEKT*KI*KMTLKRLMREVAAEATNIVKEGNGVTLYPEGDSL
RIWTALIVPASESVYTGGIFKLRILIPMQYPIKPPKVTFMTKICHPNIHLQTGEVCLDVLSDSWSPAWTLRNVCLAIIVL
LDNPIIDSPLNCDASNLLRSEDICGYNSLVRMYVELYAMED*SFI*AYRFYNINPHHHINGLVCQK*SG*SLISDLGVTS
GK*NPFLYVYFLN*LFGSDI*ELLRC*IIFYFY*NFTE*NLEWISQAYRLPE                            
>Contig60549_Abeoforma_whisleri_fr6                                             
NLFHWECGIPGKRDTMWEGGVYKLNVIFTSEYPSLPPQCKFSPP                                    
>Contig69590_Abeoforma_whisleri_fr6                                             
LIN*D*GLINNYNQSFFRGYI**KESYQQRKIKEKEKMAAHLRKELKDLKTNPPEGFNVELVDGNMFKWEVGIFGAPGTI
YEGAYFMAILDFPKDYPFSPFEMTFTSPMWHPNIYENGKVCISILHPPGHDPMNQLERADEKWNPAFCVSNVMVSVVSML
IEPETRSPANIAASVMYQKQRKEFDEKVKKLVKLSQDAAIAAKIDIPKNIQEYTERTVKARERNRCLDHLTANDDYGFDS
SSSDYDSDEDCTDEESLSD*HKIFFSFYFSPITHTHTHT                                         
>Contig10761_Pirum_gemmata_fr1                                                  
YHLINLLFTSS*RLRIHRYLLGNMNEVIVVPRNFRLLEELEKGEKAVGDGAVSYGLASNDDIYLNNWNGTILGPMGPLEN
RIISLQVYCGDQYPYQPPTVRFLTKVNLNFVDSEGYVVQSKLAPLAQWRSSYTIDFVLRQIRAAMSSKDNKKTKQPPEGS
TYD*KGIQPVCQI*MHFIMFILVHLYKRFFFEFILRNFICDVFNLCRPTFCFLW*RGSLYCSILVFEFI*FFCSFS*NGH
NNNKLTTSKKKYGKCYVITITMP****LRKKMEKERKGKV*GKVVK*K*YCY*EE*VEAGEPCQ*ATIRKVMFIAEGNRK
KIIPKQLKIIERNLQINYAT                                                            
>Contig12785_Pirum_gemmata_fr1                                                  
KKILFYLIYYLTCDKNQRANLVSVYLLT*TFH*I*MYIK*NGCTTAC*RI*KS*SQSA*RF*RGAGR*R*CLFMGSRNIW
CPGNVI*RWLL*GNCHSLYSLLYNY*C*ERFVLVI*LLMSRTLCTRYFIIIDVKNQKDIY*RKIPFLLLFKIF*FCVGNI
KVSR*LPI*TIRNEVHHYHVSP*HI*GWYCLYIYTACAWTRSAKYIGKTRRKMESGSKCNVSQQFFILFFFVPYLLRCLK
A*F*FCFVSTFVVYLIIKRYF*ILL*SYT**TFN*ILILCSV*TCLEYNRNVIVSVVSMFLEPETRSPANIAASVMYQKQ
RKEYEKKVKELTAKSREVALK*AILDLKPFTNTITTLH*YCPRNNF                                  
>Contig12786_Pirum_gemmata_fr1                                                  
KKILFYLIYYLTCDKNQRANLVSVYLLT*TFH*I*MYIK*NGCTTAC*RI*KS*SQSA*RF*RGAGR*R*CLFMGSRNIW
CPGNVI*RWLL*GNIKVSR*LPI*TIRNEVHHYHVSP*HI*GWYCLYIYTACAWTRSAKYIGKTRRKMESGSKCNVSQQF
FILFFFVPYLLRCLKA*F*FCFVSTFVVYLIIKRYF*ILL*SYT**TFN*ILILCSV*TCLEYNRNVIVSVVSMFLEPET
RSPANIAASVMYQKQRKEYEKKVKELTAKSREVALK*AILDLKPFTNTITTLH*YCPRNNF                   
>Contig41385_Pirum_gemmata_fr1                                                  
LLLLLFILLLPGNMESNRSSALLLAKQLKELNKNPNSGFSAGLVDDDIYTWSIMIMGPTDTLYESGMFKTRLTFPLDYPI
MPPKLTFTSDIWHPNVHTNGDVCISILHAPGDDKYGYEDASERWSPIHTVETILISVISMLSDPNDESPANVDAAREWRD
NREVFEQKVRRCVQKSHEDFC******                                                     
>Contig58777_Pirum_gemmata_fr1                                                  
FFQEYALMQEYKMLQNNIPSGVYVLPSLESSQIWHGVIFARDGYYVDGIFRFNVFIPDDYPGKTVPTIMFTTRVFHPAIE



IETGKISLKEAFPEWTSKDHLWNVIDYIKQLFVNISTTNVMNKEAADLFNNNKEEFSKQARLIVQSTLETLYESQDDGGI
QFSKFVESKHGNTLRSILQKGKTNNTSNRVTPEEPSPTKVKAWGKKPKGKGVVSGV*                       
>Contig58778_Pirum_gemmata_fr1                                                  
THTHIYICSVWHGVIFARDGYYVDGIFRFNVFIPDDYPGKTVPTIMFTTRVFHPAIEIETGKISLKEAFPEWTSKDHLWN
VIDYIKQLFVNISTTNVMNKEAADLFNNNKEEFSKQARLIVQSTLETLYESQDDGGIQFSKFVESKHGNTLRSILQKGKT
NNTSNRVTPEEPSPTKVKAWGKKPKGKGVVSGV*                                              
>Contig66739_Pirum_gemmata_fr1                                                  
VII*HKNNKMKRIQKETSRLIQDPEPGFICNVDDNNIRYFHILMDGPSGTPYEGGKFKLELFLPGEYPMSPPKVRFLTKL
YHPNVDSLGRICLDILKDKWSPALQIRKVLLSIQVLLSAPNPDDPLANDVADLWKENEQQAMAMAREWTQKYAY*EAEKK
NIPKCFLFSENVNIHFL*IYIFFILFLLLLLLFSISSNRLFKYGYYILR                               
>Contig67046_Pirum_gemmata_fr1                                                  
FAFFWIKKIFFLF*KILIDKNMSSDRMKVIRDVRKMMDTPLEGMKVSFNESDLNEIEAVLDGPIDTPYEGGKFRMRLVLG
ADFPNSPPKGYFLTKIFHPNVSASGEICINTLKKDWTPKLGIGHVLLTIKCLLIEPNPESALNEDAGKLLLEQYDEYAKR
AKLMTSIHATPKTIKSDSSNISHDNDNNKKENVNENILTSSDEKKPTKTSTNKKRRG                       
>Contig67047_Pirum_gemmata_fr1                                                  
FAFFWIKKIFFLF*KILIDKNMSSDRMKVIRDVRKMMDTPLEGMKVSFNESDLNEIEAVLDGPIDTPYEGGKFRMRLVLG
ADFPNSPPKGYFLTKIFHPNVSASGEICSKCI*IKKNYKNYKTKTKQINKIKVKTKTNKTNRTEQYQ*NQQNRQNQ*TQQ
TQNKQNKQ                                                                        
>Contig67418_Pirum_gemmata_fr1                                                  
NNNNNNKIQLHL**CFEFNLTIMSSPKRRMETDVMKLMMTDYEVSLVNDSMMEFYVNFHGPKESPYENGCWKVRCELPEG
YPYKSPSIGFMNKIFHPNIDELSGSVCLDVINQTWSPMFDLLNIFETFLPQLLMYPNPTDPLNGEAAALLMREPEQYKAK
IREYVKRFATKEAMLAAGNPTETQEDDSSSESEMSEDDAGDSDGPFDMDD*ITVTSKINIKY*K**W****         
>Contig9827_Pirum_gemmata_fr2                                                   
EDDKDKEEHTFFNRLACKRNSIKPTSINRSGARIQTELADISNRTCNEWNAGPKGDNLYEWIGIIMGPPDSVYEGGIFFL
NIEFSKSYPFQPPVICFSTKIYHCNIDSEGNICLDVLKVNWSPAITISKLFMCILSLLVEPNPDDPLSFSICHQYKHDRE
KHDKTARDWTRRFAS*GMSYL**MLSVVSDLS*W*LGLRF*G*G                                    
>Contig12735_Pirum_gemmata_fr2                                                  
*W*VVFLLSLYHS*SCYCSLVNVFYTVE*HLIFKSTEQQLKMNEPIKRLQQELTALMMSGDKTLSAFPDGDNMYKWKGTI
KGPESTVYAGLEYKLSLEYPKNYPFSAPNVRFQTPCFHPNVSECGEICLDILKENWSALYDTRTILLSIQSLLGEPNNNS
PLNNAAANMWANQEEYSKYLHEKYDKEVRGKVF*LMNF*QIKECLTMTSFMLRLGL*NTK*IDRAYVNVNFDFPKMASLN
G*KSFPIKLNLFIFIYEGHVSQS                                                         
>Contig12785_Pirum_gemmata_fr2                                                  
KKYYFI*YII*LAIKTKEQIWFLFIY*LKRFIEYKCI*NKMAVQQLAKEFKNLKVNPPEGFNVELVDEDNVFLWEVGIFG
APGTLYEGGYFKVIVILCTRYYIIIDVKNALYSLYNY*CQEPFALVIL*LLMLRTRKIYIEEKFLFYCYLKYFDFV*AIL
KFPDNYPFEPFEMKFTTTMFHPNIYEDGTVCISILHAPGHDPLNTLERPEEKWNPAQSVT*VNNFSFCFSLYRTFFVV*K
PNFDFVSYLHL*YI*LSSVIFKFYCNLTHDKHLTKS*FCVPYEHVWNITEMLLLVWYLCSSNQKHVRLLI*LLQ*CTKNK
GKSTKRK*RNLQRKVVKLP*SKLYLT*NLSPIL*QPYISIAPAITS                                  
>Contig12786_Pirum_gemmata_fr2                                                  
KKYYFI*YII*LAIKTKEQIWFLFIY*LKRFIEYKCI*NKMAVQQLAKEFKNLKVNPPEGFNVELVDEDNVFLWEVGIFG
APGTLYEGGYFKAILKFPDNYPFEPFEMKFTTTMFHPNIYEDGTVCISILHAPGHDPLNTLERPEEKWNPAQSVT*VNNF
SFCFSLYRTFFVV*KPNFDFVSYLHL*YI*LSSVIFKFYCNLTHDKHLTKS*FCVPYEHVWNITEMLLLVWYLCSSNQKH
VRLLI*LLQ*CTKNKGKSTKRK*RNLQRKVVKLP*SKLYLT*NLSPIL*QPYISIAPAITS                   
>Contig12787_Pirum_gemmata_fr2                                                  
KKYYFI*YII*LAIKTKEQIWFLFIY*LKRFIEYKCI*NKMAVQQLAKEFKNLKVNPPEGFNVELVDEDNVFLWEVGIFG
APGTLYEGGYFKVIVILCTRYYIIIDVKNALYSLYNY*CQEPFALVIL*LLMLRTRKIYIEEKFLFYCYLKYFDFV*AIL
KFPDNYPFEPFEMKFTTTMFHPNIYEDGTVCISILHAPGHDPLNTLERPEEKWNPAQSVTNVIVSVVSMFLEPETRSPAN
IAASVMYQKQRKEYEKKVKELTAKSREVALK*AILDLKPFTNTITTLH*YCPRNNF                        
>Contig12788_Pirum_gemmata_fr2                                                  
KKYYFI*YII*LAIKTKEQIWFLFIY*LKRFIEYKCI*NKMAVQQLAKEFKNLKVNPPEGFNVELVDEDNVFLWEVGIFG
APGTLYEGGYFKAILKFPDNYPFEPFEMKFTTTMFHPNIYEDGTVCISILHAPGHDPLNTLERPEEKWNPAQSVTNVIVS
VVSMFLEPETRSPANIAASVMYQKQRKEYEKKVKELTAKSREVALK*AILDLKPFTNTITTLH*YCPRNNF         
>Contig12946_Pirum_gemmata_fr2                                                  
FTITITYIIVSQKIKNKHLMK*IKKTILYTFFRI*QFLFPVYLLSFTMNNGIASRRLTEERKAWRKDHPHGFYAKPVKSA
DGTGLNLFHWECGIPGKRDTMWEGGVYKLNVIFTSEYPSLPPQCKFSPPLFHPNIYPSGTVCLSLLDAEKDWRPAITLKQ
ILLGIQELLNEPNHLDPAQAEAFDIYMRDRNKYEKRVREQAKQMAP*F                                
>Contig19620_Pirum_gemmata_fr2                                                  
LAII*FILIESKI*NKN*KNKNKMALRRIRKDIEEIKTASIFPYLTIIDSDAAIFQYIITFHGPNSSPYENIKLALKLQF
PNDYPFRPPKVLFVNQICHSNITSNGDFPGLPMIIGVFWKVNYTVYKILEAIRDILITPDFVDDIGNFDACNIGRKDLKK
YEQYCRENTKA                                                                     
>Contig29068_Pirum_gemmata_fr2                                                  
SFHYYCYYNNNNLFI*INK*YITMALRRIHKEFSDIQRDPPANCSAGPVGDDLFHWSATIMGPPESPYAGGVFFLNIHFP
TDYPFKPPRVNFTTKIYHPNINQNGSICLDILKDMWSPALTISKVLLSICSLLDDANPDDPLVPEIAHIYKSDRPKYETV



AKEWTRKYAMGSQ*F*YVI*KGDKKN**TKKKRSWIDVNQYSCNTS**IKVI*KP*KKKKKK                  
>Contig67419_Pirum_gemmata_fr2                                                  
MMTDYEVSLVNDSMMEFYVNFHGPKESPYENGCWKVRCELPEGYPYKSPSIGFMNKIFHPNIDEL*CFIIYYYYTSNPNS
NPNPS*PKPLLTQTPPNPN                                                             
>Contig72407_Pirum_gemmata_fr2                                                  
IVIIKTIIYL******KQ*LVIVKYNRNIFKTDILYSYIIQTTALFKI*IQSIMKASMNLSPLKRKERLEAELEVMNQRL
GHFKAKANTQDLLNWTAVIPGPKGSIMEGYEFEVSLVLPHEYPFKPPTCKFVPPIFHMNVYESGLVAHSLLNNAQIEGNE
NAGWNSEITIELVLKTLQNLLVEPNPDKPANTAAYCMYVEGKKVYEQKIQETLSKMR*ILCLFS*SLSNLIIVIVIFIII
SLYH                                                                            
>Contig75491_Pirum_gemmata_fr2                                                  
LLLLL*NMSAPMATTRHLLKEYKKIKADPPPYIHAAPTPNNILEWHYVIGTPPNSPYSEGYYHGKIIFPKNYPFSPPGIL
IITPNGRFRTNMRLCLSLSDYHPDTWNCLWSVSSILTGLLSF                                      
>Contig75492_Pirum_gemmata_fr2                                                  
LLLLL*NMSAPMATTRHLLKEYKKIKADPPPYIHAAPTPNNILEWHYVIGTPPNSPYSEVTGIRIAIMTRDVNSLRK**N
DCID*SFLQSFLCKYPAKNFNQC                                                         
>Contig4509_Pirum_gemmata_fr3                                                   
HTIYHTIFLLLPLPFYPYPCPYPYPNTYYYIT*YRILNTK**LL*EVINLNPFSR*NNE*KL*AYFTKTLNINQHTKENI
KTIKTKLLSLLLLL**NNKANMSTALKRLLKEYNALLSNAPEGVLAGPINESNFFEWEAVIAGPPGSPYEDGVFCATLSF
PRDYPHCPPSMKFTSPMYHPNIYTDGRVCISILHPAGEDPLGYELSCERWSPVQSVEKILLSVVSMLAEPNDESGANIDA
SKKWRDQRESFNQIVDVTVR                                                            
>Contig4510_Pirum_gemmata_fr3                                                   
HTIYHTIFLLLPLPFYPYPCPYPYPNTYYYIT*YRILNTK**LL*EVINLNPFSR*NNE*KL*AYFTKTLNINQHTKENI
KTIKTKLLSLLLLL**NNKANMSTALKRLLKEYNALLSNAPEGVLAGPINESNFFEWEAVIAGPPGSPYEDGVFCATLSF
PRDYPHCPPSMKFTSPMYHPNSKCLVWFIIVKLVDMFYLI*YFVINVRMYKFNYTLKKVPN*RWRLRSN*SLFYSKRLIR
SKSPSL                                                                          
>Contig4511_Pirum_gemmata_fr3                                                   
LFIYLLCCSCLLLLFILSGPPGSPYEDGVFCATLSFPRDYPHCPPSMKFTSPMYHPNIYTDGRVCISILHPAGEDPLGYE
LSCERWSPVQSVEKILLSVVSMLAEPNDESGANIDASKKWRDQRESFNQIVDVTVR                        
>Contig4512_Pirum_gemmata_fr3                                                   
LFIYLLCCSCLLLLFILSGPPGSPYEDGVFCATLSFPRDYPHCPPSMKFTSPMYHPNSKCLVWFIIVKLVDMFYLI*YFV
INVRMYKFNYTLKKVPN*RWRLRSN*SLFYSKRLIRSKSPSL                                      
>Contig57613_Pirum_gemmata_fr3                                                  
Q*****YRTMVLPYPRKISGTFQKPEDELLAISSLKISDENENPNLLLTKDESKNCIKDKENEITEQSLKVQNDLIEESE
ISNEQNCYNTKRIMSDRKIWRNESDKLGFSAAPKRNEDGTLKLTEWECGIPGKTGSLLEGVVLPMILTFPELYPLDPPEC
RFKDPVIFHPNIFPSGLVCVDLLEKNWNENISIKEILMSIQTKVDSWNNDDPACAEAYCLHRYEPELYIAKLTNQIEALK
Q*MSCPRYCIPNLF*GTPKVGRF*IVCFIP*TLFVLRLMMIWKKKLKRFW*QV*HPKPTQNSKHHIIKQFRHY       
>Contig68068_Pirum_gemmata_fr3                                                  
DDDDDDANDNDGDDNDCNNINCNSSRAGSSDSIRGKGNANERLGIRILKERSRFDAGENGHAYFNDDDITKVTLMLIGPE
ETPYEGGFYFFDFQYPKEYPFQPPIVTFLNQDSRIRFNPNFYKCGKVCVPQTPNPAHQPQPQPQ                
>Contig72151_Pirum_gemmata_fr3                                                  
LLLLLLILLLLLLLLALKMQRAARLKHELPKLATTCEFTCWSVEDSMEHLEASLIGPIGSPYENGVFKLDIFVPERYPFE
PPTVKFVTPIYHPNIDEAGRICHDILKMPPKGAWNPSVNISAVLRNIHLLLQEPNPDDGLMADISSEFKQQKQKFTTNAR
AFTLKHAIKEPKDIAELA*RKKSLFHKANL******                                            
>Contig75481_Pirum_gemmata_fr3                                                  
YYHGKIIFPKNYPFSPPGILIITPNGRFRTNMRLCLSLSDYHPDTWNCLWSVSSILTGLLSFMLENTQTTGSIESSDELK
KGYAWDSVSTNLKNPVFCEIFPELTLELRKEFKRRAEINQENAKKKRIPRKTNQKKRSLAEELFYNLILFLCVVIFGLIV
YQMLNRKKT*VIETSKHDLLFVFIMMDFILRHFKKKKAVFALFCW*VCGCAVRCYFFPRILFLSVIHMLNLLLLFIKWVS
IVM*CDVM*CSLSSSRKILKWVKSNVKFNFNYIHEALMLYNSFLII**KF*VSYFTLTLGS*LKRAYYLLFSGK*VSPEE
NYCGNLICKSKIICVYFRLEKE*KSSPKIRMCYPKKNRIISI*L*CVTLKLQLNPYHDS                     
>Contig75493_Pirum_gemmata_fr3                                                  
YYHGKIIFPKNYPFSPPGILIITPNGRFRTNMRLCLSLSDYHPDTWNCLWSVSSILTGLLSFMVQWLLLLLLLLPLLPSL
VPLLLLLLLL                                                                      
>Contig75494_Pirum_gemmata_fr3                                                  
VCCLFVILGYYHGKIIFPKNYPFSPPGILIITPNGRFRTNMRLCLSLSDYHPDTWNCLWSVSSILTGLLSF         
>Contig83222_Pirum_gemmata_fr3                                                  
NKTKNKNLKK*CFVFWGLTMSTTKRLLKEAQSEARLNKKIADEVRDIKLCPENDNLLLWFSTLTPGKDSIYRGGTFELQL
VIPTQYPIKPPRVSFITKICHPNIHPKTGQVCLDVLSESWSPVWSLRNVCVAIMVMLDNPVVDSPLNCDASNLIRSGDTR
GYRSLVKMYIDLYATK*GYRSLFNPILAVENEPKSKTHTKLFCEIHFYLIWYNIIFAVYCKRGRFYISKRPK*LIQSDDT
RGK*DILVGCTCPTYPSFLISKF*NVLLIHLNLIKDSQFTSKYATKLFLAIL*EKKAGLFI**RQGIFQYRLAFGK*LLG
NIWFLIHYNLACMIYILSYILYETR                                                       
>Contig83223_Pirum_gemmata_fr3                                                  
NKTKNKNLKK*CFVFWGLTMSTTKRLLKEAQSEARLNKKIADEVRDIKLCPENDNLLLWFSTLTPGKDSIYRGGTFELQL



VIPTQYPIKPPRVSFITKICHPNIHPKTGLCYLFLVFLSFTL*SSFLW*QTTKNAKCKTNNE*RTTNNKQ          
>Contig83224_Pirum_gemmata_fr3                                                  
NKTKNKNLKK*CFVFWGLTMSTTKRLLKEAQSEARLNKKIADEVRDIKLCPENDNLLLWFSTLTPGKDSIYRGGTFELQL
VIPTQYPIKPPRVSFITKICHPNIHPKTGQVCLDVSVYLEISVAFKLQQQLQQL                          
>Contig4313_Pirum_gemmata_fr4                                                   
CYCFWCS**YY*YYYPLWFY*FILRLK*TTKKKINFVL*IVIMPEYNLKSPSVKRVLKEARELNEPTEEFHAQPLEDNIF
EWHFTVRGPAETAFSDGIYHGRIILPSEYPFKPPSIILLTPNGRFEVGKKICLSISAHHPEFWRPSWSIRTVLLALISYM
PAEGQGSIGSLDYSDEERQILAQRSLNWTCDICGTVNNEILKQRSSGASSSIQMSAEDAAAIQEISFAPEDR        
>Contig12315_Pirum_gemmata_fr4                                                  
TTTITTTTPPTKKQHNNIPQATTTITTTTITFNHTNNTSSSTTYYYYFVKHPSKKKKMLRTLREKAKKQEQTNIEITDKK
TSSGPSLDSADIRLTKDLGELYLPPQCALTYINGEKDLKNLKVTIKPTQGLYVGGTFNFIFTFSSHYPFSPPKVSIKEKV
YHPNLSVNGGVCLNILREEYKPTLTLTMFVIGLVHLMHEPNSDDGLTKEICEAMRDKHQFQRDVKKSMQGGTILLRKLDG
TQEYVTYDKVC*ASF*RDTGKYNR                                                        
>Contig30780_Pirum_gemmata_fr4                                                  
LVLVLLVFVVFMVFVVLCYFLLPQIVIFIRLQDDPRSGVSGAPSENNIMLWNAVIFGPAETPFEDGTFKLTIEFSENYPN
KAPHVKFISHMFHPNVYATGEICLDILQNRWSPTYDVSAILTSIQSLLDEPNPNSPANANAAMLYSDNRREYERKVRAVV
ERSWST*VE*ALYIHQKT*KKDNKVMILVVIVVVVVGLKSETTKS*PKTTKTTKQTKQTKQTKQT               
>Contig67233_Pirum_gemmata_fr4                                                  
TTTTTTTEKKESRETLATRFGGSVSGNLKRIQKELIEITLDPPCNCSAGPAEDGDLTHWTASIKGPEDSVYENGVFFLAI
KFPKNYPFNPPIVKFKTKIYHCNVDSQGNICLDILKEKDWSAALTISKVLLSICSLLTDANPADPLAPEIARQYISQREL
HDKIAREWTSRYAM*LKKYH*PL*GGGGGGG                                                 
>Contig79609_Pirum_gemmata_fr4                                                  
IIHEIKMTNTSTSGMAVKRLTEERKTWRKDHPYGFFAKPIKSSDGTGLNMFHWQCGIPGKKNTDWEGGLYKLEVVFSPEY
PSAPPKCSFKPPLFHPNIYGSGTICLSLLQADKDWRPAITLKQILLGIQDLLDDPNNNDAAHQQAYKLYKNDK       
>Contig71925_Pirum_gemmata_fr5                                                  
RKKNNNKNYLSKL*QRKKRMIFEELEHDDFMVTARTLLELKHLSQWCPEGIYILPSPENQQIWNGVLFIQDGMYAGASLK
FEMQFSQHANEDLPFIHFVSHVYHPLVGNDGFLNQSAMVSISNIASEVRTRLCTILNCLKEMFTTHFPLFLESTMYHPTA
FNNDVVNDFNNDKEKFWLKVDECVVSSKKEMYLKDKARSINFSPYNFVSHSDSEAQLLAKSK*INYIGT*VQGWHK*QYI
SNLASGIEKK*NPLP*FLI*YYHFWNYESNQTAS*LLLLMFQ*LVI*FGEGHSL*I*NIIL*RHPWEIRDNTIESKSSIL
IIK*RQF*NEILFFFSSF                                                              
>Contig30779_Pirum_gemmata_fr6                                                  
VVIVVVVAVVAAVLITFLKMSTPARRRLMRDFKRLQDDPRSGVSGAPSENNIMLWNAVIFGPAETPFEDGTFKLTIEFSE
NYPNKAPHVKFISHMFHPNVYATGEICLDILQNRWSPTYDVSAILTSIQSLLDEPNPNSPANANAAMLYSDNRREYERKV
RAVVERSWST*VE*ALYIHQKT*KKDNKVMILVVIVVVVVGLKSETTKS*PKTTKTTKQTKQTKQTKQT           
>Contig71806_Pirum_gemmata_fr6                                                  
KQKQKQKYQSQKHKPKQNLKKKKKTKAKNKKQNSR*KKNMTNVRRCQRDLVLVKGADLPEILNVEAEESNVLLWTGLLVP
LHVPYNKGAFKFNLEFPSNYPFRPPKLTFITPIQHPNIDKDGLICLPILKDDSWKPTFSIVNVMKSLCDIIANPDLSSPL
NEDIATLFNTDKKGWQKTIEDHVKKNGEKRPKK*HCDS                                          
>Contig80302_Pirum_gemmata_fr6                                                  
TKNNNNTNNNNNNGNGKRQQQQRHTASNSSANAKSYSSLNMRLLKEYRNILKSPIEYIQTQPLENNILEWHFELTGTQEP
YTGGKYHGILEFPDDFPLTPPSIKMLTPSGRFEINKRICLSMSDFHKELWNPSWTVEKILIGLMSFMYEDSAESIGSILD
SYDRRKKYALQSPFFNAKNEIYVQLFMTPDEKEANEHVSRLKRMCLQSNNDGDNDSDDENACRFCLMGNG          
>Apar_comp126842_c0_seq1_fr1                                                    
TTRIYHPNINSNGSICLDILRDQWSPALTISKVLLSICSLLTDANPDDPLVPDIANLYKSDRTRYEANAREWTRKYAMGS
*RPICDDKRPIEVCLQAHTP                                                            
>Apar_comp4592_c0_seq1_fr4                                                      
LSFLVTLRSAV*AFQRHKLEVLAPIFVRFILRRDQKMSSPRRRIETDVMKLMMSDYEVELVNDSMLEFHVNFFGPKDSPY
EGGCWRVRCHIPEAYPYKSPSIGFMNKIFHPNIDEMSGSVCLDVINQTWSPMYDLLNVFETFLPQLLMYPNPTDPLNGEA
AALLMRQPEAYKAKVKDYVKRFATEEQMRAAGHQDAASDEEGSELSDMEDHPDDDKEQFDMDDQ*AAGMHIRREI*VSNQ
>Apar_comp5007_c0_seq1_fr4                                                      
PFSRMSHIHHKFFIS*GIYIYIVAFTCRKQRGIVVFCIAARGFFNSKQPDMVTNAH*ST*EIHVRSGGQVD*IFDRVYGH
VFVPYICIGAPEITKMEFINFDTDAEMARRLQEEEDARLARQIDRAERMRYTTQRQPQPKQPQPTKTQGNRKGSGLFGSI
FGSSSSKSSGTPKRRESQPETKQEPIPEPETPTRRGDGFNTYFRNQVCQAEMKHLQAHCPKGIYCLPSADDSKVWNGVAF
VDEGPYDGGIFKFILQLPEDYPRKRPEVQFVSYISHPQVDADTGSINNYLCRELPNWDQRTHHVSSILDIVAKMLLLVDP
NDPANTPVADLYVNNPKEFEAAAKKCVQQSIDERYDNQIGSGMEFAPYDESVHDQALTNMLNGRYDFKGGFLENASRRAT
DFFQNILADE*IVHV*QV*RNEDANARTRTLRGGWVGVGLCAAETVTEVSLKHSDKSMKWFRVFCCCKSIIARCADIWSE
CA**NPVSIYRLPLYNMCKVFRHIWMCVCAKVLS*LNVSCSVMNGEIPVVVPVQNFIPSNDWASVVSSF*TMPEITRFSS
*S*AISAITVFNKCSGHRVRGG                                                          
>Apar_comp11571_c0_seq1_fr4                                                     
RFLPPHENFEFQISSFYFLEVGVG*SHGARVRCVQGLTVPHKNWVGSSKLLCFWLLV*YYFSFRHSIEGTPVGVRGSGRM
ANVVVPRNFRLLEELEKGEKGIGDGSVSYGMANQDDIMMSDWNGTILGPPRSQYENRIYSLKIHCGDKYPEQPPVVTFIT
RANLTFLDANGRVIPSMLPVLAQWSRRNTLEDVLVNIRQCMVNKDNVKLKQPPEGTNF*SNDEIGRDFQGGEENEHQNEL



QEKRDWKKM*IPICIAIIVQNKTAYFAATKKKKKKT*K                                          
>Apar_comp11671_c0_seq1_fr4                                                     
SATSSQLCFADPSDEAAAQTFFEVGSVVFLLVQES*RG*RQYVKLEYIELSGGQCVRVRLKPGSFLARCCRGGVCYGQEV
DRAFTPYVALVQQARIV*LRYNCIDTWVCPPGLACPCCWPCVELDRRQATTAAR*GNMANPTFTRRVQKELKEMSSAPPP
GVTLRPDANLECWLIDIVGAEGTLYAGEKYTLQIKFGSKYPFEAPEVVFVGQNIPVHHHIYGNGHICLNILYQHWSPALS
VQSICLSILSMLSSATEKKRPPDNDSYVVRAKKSPKDTSWWYHDDTV*A*GLCGRWGDQGSAGGCGPAFSLMRRGSFSPI
FSCVLFNEQDFFIVEHICSLHHLFVIVA*YLKGGPGEYSFVATMLLELGVSSV*QRLPFNFKFLPTLWIHFISFVLFS*F
VCVFVFVCLSSQDFLRRGLGDSQWLKPGE*LLACIVHTVTSIGGLDKISARRGMCGPGMNAARSRERHFYSPCVVAIVIA
SVFKAEPGTGTVNKFT*YR                                                             
>Apar_comp11791_c0_seq1_fr4                                                     
NHTALFFFGRAFVA*LGNDFAYFLPLIFSFFC*VSGQAFLLAERQLLSLIMATEASHKRLQREFLKISRDPPPYITAVPL
PSNILEWHFCVAGPENTVYQGGYYHGRLIFPKEYPYKPPAIMMITPSGRFKCNARLCLSLSDFHPENWNPNWGVSTALVG
LLSFMLETTPTTGSIETTDQRKRELAWLSADYNINNPKFRLLFPELTEKLEKEAERRRRADMTSFAPQLTSCQAGGRSTS
QLNSSMANLALALLTVIFAYIVVRMLGQ*G*VDVRRQTEWLR**VLEGISRNESAS*SFFRFHS*KTTL*M*IT*KRNMT
SRVQSLSLCGCLNLGVAYYPSYCKINS*LWFMFHCYNKAAVKGCKG                                  
>Apar_comp12681_c0_seq1_fr4                                                     
CVCVCVCLPFVRACVY*TCRKGERVRERERVMKRSQRVGEKEKGCCRDIQGSRVKDNRQTRLSSIESS*RHRKRE*EILE
LVERAKKYTGSGTVGRKGNRVSWTQKRSLFFAKEHKLTISS*HV*RSCTSFSLDLWIYAISCAIKRKTSAAAQLLAVKMS
HPGSGRIRKEFAECQKDETIKANGIKLEMMGDSLTHLRGQLTGPPDTPYEGGVFRVKIVVPDMYPFVPPKVHFETKLWHP
NVSSQTGAICLDILKDQWAAAMTLKTVLLSIQLLLANPEPSDPQDAVVAGQYLKDRAAFNAQAREWTRQYAKADVKTEEE
LKIEQLMEMGFDRKKCEVALADSRGNLEQAVEKLMMG*NK*NMVCMYLHKDTDVNYALCTPTHTHVRTQALTHTLTHSRP
HTL*VQTKRCFYHYTDIG*NSCILHTLRGQPCTFLSGRHIKSSIHLCDQAVTEHACCRLAHATFNRTFIKCFWVYRIPCI
*LVGHLEVAGENIMYIYYVLVY*WNKPADQAGPELYT                                           
>Apar_comp13349_c0_seq1_fr4                                                     
TKCGVHFFFHFFLRDCKSNSSSLNQTGTIVEGNEGG*VETAVEAALLLSGKLQPMLRLIVDLVPSRST*CLLVVSISCLH
IVSGGF*KKRQFSVLREIRVWACCRSCIVGLLQTDNMSAPKASHQRLQKEYIKINRDPPPYIRAVPLPNNILEWHYVITG
PEDSVYAGGFYHGKLLFPQDYPFKPPSIVMITPSGRFQCNTRLCLSLSDFHPEQWHPGWSVASILIGLLSFMLENTPTTG
SIETSDAKKRELARSSVQFNLANPKFVKLFPELWEKLEAEQNVRQSAANALYNQRLQQQSQNGDNQTNRVGGGVAGAQVA
PEGGLAQGGGGQGAYWFRLVAVFVLFLALVFARFAA*ILSERDTGRCVVIVSRGAGIIQLTARQSMYVQ*LVSLSSKVTH
SVCCFQSPSWTDLCL*SCDEDKSVHTKWAVQDRMEVRMYLPLLPA*REAKALGLCARTYVSNPGS               
>Apar_comp14309_c2_seq1_fr4                                                     
HPTEKRSPAPPGRTPPPPSQHQHTRPSSRQERERERDKNIAPFLPFYNEFTFLLEYQELQKNRPAGVYVLPSMETPQTWH
GVIFVRDGPYAEGIFKFDLYIPNNFPSEECPTVQFTTPVFHPAVDPNTGLVELSLAFP                      
>Apar_comp15396_c0_seq1_fr4                                                     
GEVPALLRRLAFQS*L*EERMLSSQESRRIRSSRS*LV*T*ETVACGVDYTNLLIDSGLAVIGIQSFSGQCLLGAYTCLC
SL*LLKEGKHNYCLRAL*DCVCVRRKMAGKSASSSTIRALQTELSDLTRHPVEGFDVKVANEDNLFEWDVAIYGPPDTIY
QGGLFKARIKFPSDYPFSPPKVMFVTEMWHPNIFYPHGELCISILHPAVNDPTSGERPEERWNPTQNVRTILISVISMLS
EPNISSPANVDASVMYRTRRNDYNERVRQLVLKSKADAEKEGIFVPSTVEEYTMRTQLRKPEPELDAFDMLHDSDDQYED
EGDSYEEDE                                                                       
>Apar_comp17856_c0_seq1_fr4                                                     
QFMSSFFRSSL*TREEGGRA*SFRA*P*TSSSLRSFLLARHPKPTLRVFVSVGLGRLPWTGLGFCRRFKAAARRVCSCHQ
RLPSSL*TVVSTRHFLSWAFCFLLL*FLAAFAAEPKLKYTRQILLRGCKGRAVMSTPARRRLMRDFKRLQDDPPCGVSGA
PTENNIMLWNAVIFGPEETPFEDGTFKLTLEFSEDYPNKPPVVRFVSKMFHPNVYADGGICLDILQNRWSPTYDVAAILT
SIQSLLDEPNPNSPANATAAQLYSENRREYEKKVRAIVEHSWTE*PSAHKHVFCRYTQPWCSSMISGCTKYSCLGICHAG
LCGICRDDYKCTGV*LCGIHRL*L*VYRSMTVWDTPFMTISVPEYDCVGYTVYDCAGQYCL*LAEYVACDWQDMRNFIVW
DMLFMVVRDMPQACSCLHGMAWLCRCQGVRLTRHAGVTAQRNCDVV*LTFHHA*TSLVPQ*NVEHMIDELH*GHGILCWG
VLPSRTY*TGAGGKA*PKVKLI                                                          
>Apar_comp17856_c0_seq2_fr4                                                     
QFMSSFFRSSL*TREEGGRA*SFRA*P*TSSSLRSFLLARHPKPTLRVFVSVGLGRLPWTGLGFCRRFKAAARRVCSCHQ
RLPSSL*TVVSTRHFLSWAFCFLLL*FLAAFAAEPKLKYTRQILLRGCKGRAVMSTPARRRLMRDFKRLQDDPPCGVSGA
PTENNIMLWNAVIFGPEETPFEDGTFKLTLEFSEDYPNKPPVVRFVSKMFHPNVYADGGICLDILQNRWSPTYDVAAILT
SIQSLLDEPNPNSPANATAAQLYSENRREYEKKVRAIVEHSWTE*PSAHKHVFCRYTQPWCSSMISGCTKYSCLGICHAG
LCGICRDDYKCTGV*LCGIHRL*L*VYRSMTVWDTPFMIVRDNTVCDWRNMLHVIGRICEISLCGICYLWLSGICRRHVH
ACMAWHGCAGARV*G*HGTLV*LPREIAMLCD*RFTMPKPLLYLNKMSNI*LMNCTKDTEFCVGVFYQAVRTEQAQVERP
SLR*S*                                                                          
>Apar_comp17856_c0_seq3_fr4                                                     
QFMSSFFRSSL*TREEGGRA*SFRA*P*TSSSLRSFLLARHPKPTLRVFVSVGLGRLPWTGLGFCRRFKAAARRVCSCHQ
RLPSSL*TVVSTRHFLSWAFCFLLL*FLAAFAAEPKLKYTRQILLRGCKGRAVMSTPARRRLMRDFKRLQDDPPCGVSGA
PTENNIMLWNAVIFGPEETPFEDGTFKLTLEFSEDYPNKPPVVRFVSKMFHPNVYADGGICLDILQNRWSPTYDVAAILT
SIQSLLDEPNPNSPANATAAQLYSENRREYEKKVRAIVEHSWTE*PSAHKHVFCRYTQPWCSSMISGCTKYSCLGICHAG
LCGICRDDYKCTGV*LCGIHRL*LCGTILFVIGGICCM*LAGYAKFHCVGYAIYGCPGYAAGMFMPAWHGMAVPVPGCKA
DTARWCNCPEKLRCCVIDVSPCLNLSCTSIKCRTYD**IALRTRNFVLGCFTKPYVLNRRRWKGLA*GEVD         



>Apar_comp18104_c0_seq1_fr4                                                     
STRVTVGGS*RETRPR*PEIFQS*LEGTRE*NHNLQTV*VAGTQDSWLSLTPESCMRKAHSQAQALPCCHFECDV*S*TC
AF*RASATGTQREEPVSVPARMDVGMGHVAKYIQKELRELSLAKNVDLLVAPVEDDQGNAQLNHLRAVIMGSPDTPYGFG
MFHFDITVPNDYPQRPPRVVITTTNQGLTRFNPNLYADGKVCLSILGTWEGESGEQWSAVHNIQAVLRSIQSLMHTHPYR
NEPGYDKEGDEPTHKKYNDKIKHETIRVAVCGVIENILDGRDYSYMDDSWAFRYALKGWFLFNYDLYVDIIRKAMLDPDC
ADGTKFWRAPFEGKGNQMDGSFNYTKLLRQLNGIQDRLRAEEKAWADEGTALTSRRTSAALDLIHEWDSLQETTLDGISV
SCEPENVFVWNASIFDDIGHYEGGCFPVRLVFSNNYPAEPPRVRFQYPVFHPHVTETDDRPRLGVYVPPEQRPLNVKRIL
LEIQAMLRDPPVPDPMLLVNPTAARLCFSNNEEDKREYRRRIQRCVQASQEL*PPPHHMHI*GYRSYEPHHTPAL*YIFR
VYRNLTTYPSYVFRICRSYEPRCTRPKATGL*PSR*ATCTHRATRAHFHTANTCRVRVHCKLPPHTWQTHNGLLST*THT
YRSW*QHAPGSVHPPRAIFRIKTYKIRRGLAPRMYISWGWAPELCLSFCTPTVHHHY*MLCLYKNT              
>Apar_comp18104_c0_seq2_fr4                                                     
STRVTVGGS*RETRPR*PEIFQS*LEGTRE*NHNLQTVMDVGMGHVAKYIQKELRELSLAKNVDLLVAPVEDDQGNAQLN
HLRAVIMGSPDTPYGFGMFHFDITVPNDYPQRPPRVVITTTNQGLTRFNPNLYADGKVCLSILGTWEGESGEQWSAVHNI
QAVLRSIQSLMHTHPYRNEPGYDKEGDEPTHKKYNDKIKHETIRVAVCGVIENILDGRDYSYMDDSWAFRYALKGWFLFN
YDLYVDIIRKAMLDPDCADGTKFWRAPFEGKGNQMDGSFNYTKLLRQLNGIQDRLRAEEKAWADEGTALTSRRTSAALDL
IHEWDSLQETTLDGISVSCEPENVFVWNASIFDDIGHYEGGCFPVRLVFSNNYPAEPPRVRFQYPVFHPHVTETDDRPRL
GVYVPPEQRPLNVKRILLEIQAMLRDPPVPDPMLLVNPTAARLCFSNNEEDKREYRRRIQRCVQASQEL*PPPHHMHI*G
YRSYEPHHTPAL*YIFRVYRNLTTYPSYVFRICRSYEPRCTRPKATGL*PSR*ATCTHRATRAHFHTANTCRVRVHCKLP
PHTWQTHNGLLST*THTYRSW*QHAPGSVHPPRAIFRIKTYKIRRGLAPRMYISWGWAPELCLSFCTPTVHHHY*MLCLY
KNT                                                                             
>Apar_comp18149_c0_seq1_fr4                                                     
LRCDFKLERSSRVPHVKREDLENEERAVLQKGKHI*REKKLVMIYARRYEAGLAEDSNRRKRVKDTCEREKASCLKVELG
SRRSAGTRIKHHLPFHPYQR*ATMTTQSQGMLLLKRQLQELMKHPVEGFSAGLIDDNDIFRWEIIIMGPPDTLYEGGVFK
AHMTFPQEYPLRPPKLKFVSEIWHPNVGPDGDVCVSILHEPGEDKWGYEKASERWLPIHTVETILISVISMLSDPNDQSP
ANLDAAKEWRESRETFKKKVQRCVRKSQEEAWD*PPCTVHMGPCLC*GDIKHSGSHLPPATLPTQSTCVTVSVDTCRSVL
WRDRAVRRKPLGIGTSLINTAKEHTT*LTITKIILK*KP*NH                                      
>Apar_comp19821_c0_seq1_fr4                                                     
RPGTAQGTARQFLVVSGTPEKEARFRAAAREARTSGGTGTFFAFHGSRCKNWHSIMRTGLNFRDIVNGRAYGNGIYMAPD
LQTSTSYSSSVDAKGNRYVAVCEVVDRKKEFVSQNPYYVVSEVDWVQVRYLLVIPGHKQATVNLQVAAAGAGQIAPSIRP
HSPTSEASRLLLPLPVPTGHTCDMTLEDMGTLIMDSDGESAPAEESEQSEDDYELDEEMPPPERISRLDEEENEEHAAIP
VVDYSTPQATKALQQQLKIVHRDMQATAPTDRHYTMDTSSVDNHYRWRVNLVNFDASLPLARELQQHGYRGVELELRFAP
NYPFTPPFVRIIRPRFMQHIHGGGGNVTRGGSICMDLLTDQAWSPVYTIPAVLLQIKMALSDTERPARLNSDHGTAYGVG
EAVEAFRIVARDHGWPVPKDFLQYFTE*LHAHTVHHTICTSEHSAR*LD*SLLCCQFECDATTATDGYNACKP*LIS*LR
LHIKTRTWAGSRLCLLHYLLCECCALLLLIFIFFCTCTWYIYPNTEAHTHIPLDSDLTSSNRV*QQFLALVVVGISKRMC
MGSNATKSKRPPTNHHHQHSTTPRTTH**SYHRPHHQRVRNPTQRNRKRNR                             
>Apar_comp21278_c0_seq2_fr4                                                     
WSLSPLFC*HVVACRGPEGSPYEDGVFTAVLTFPKDYPLSPPQMRFTSPMFHPNIYPGGQVCISILHPPGDDPTGYELSS
ERWSPVQSVEKILLSVVSMLAEPNDESGANVDASKMWREDRGGVSKLVDLTVRKTLGLAP*CMHEVGVARVAAGNGLDFA
SNGYCRPTATSQPRHLHVLMYMAEKET*RWASTGCCFLVL*YDRIYKFFCCFFFVFFYQYYGSPPGN*GYRRLVFVCMYK
G*STFISNL*M*PEAQSPRTPSTQASAGWASQVIYYYST*CLHFLVKIYAVVA*CNRT*NTDLIRWQARAPVPGYVAARS
RTMNNH*VWVLYSNFFYCLYGRDVLCSCIKHHERQLCLSTAVHSN*PM*SLSGRLPSSTLATAALYPSGRLC*GSFWL*L
PSSPHVCWCADPRRYCTTD*ALVVYTHYDPCGVLKYKAGSS                                       
>Apar_comp21778_c1_seq1_fr4                                                     
PPPPPRSRCAPPPRGCGAPPPPPPGQPDRPSRWVGQIYAHMADGTLCIQWTDDTFSCVPPAAVYQVAEEEEYDEEGSEEA
SEGEWETDEEGEDDPHTHSHTDTSEGLLGEVRAMSPGRLMAVAAEVARALLDAHGGRLPQALEQHIFPQSATQPDEANGA
EGQSSGQESGEEEEVWHDALEGVSGTSDNTLPPVDLHPHPAHEQHHTADSASGVGVQEEQLHTENMGGENNESTAGQQGL
RRPPRPVATRQLVPCGAPTFMVLPEAPSTGHQQYAGPSVPLSAQFLSTLRKEYKLLASSLPDNILVRTFEDRTDLFSVLI
FGPTDTPYEGNVFVFDLQLPPTYPAAPPTVFYHSRCTGGKLNPNLYEDGKVCLSLLGTWSGKGAEVWGPHSNLLQLLVSL
QALVLTKDPYYNEAGYERQRGLHDANESSRQYNESTVLRSLQAMESWIHTPVPAFEAEINTHFSRNREHILSFCESLLDR
DGRASRRAVQESLARAQALAAHTISPATASTYQATTTTIGNDESDNRGDTEGQMDISFPLFPVSKGFQIVLEKTIARLKA
AFEAAAARQQAESSE*RKLFLRGLFTK*LFNMTVAL*ICMYFGVNVFSPCTYQQCFWACKCVNLMTGINNVVQMIL*MVF
IFCILIFYAFVRCKHIRMGFKRTGGKEGSHKIHNISYRIPYVAYICFTCRKVSVRGGQCVVLDM*SVRLPLAGKMNENAV
VT                                                                              
>Apar_comp23516_c0_seq1_fr4                                                     
HVYTSGMFR*FSGRVVQWYIPSFFTVL*KLLFL*FYSMLVATVGFTLYDCNTTALLLPCMLLFGGGNLSGLKVGRDQDFR
AIQSFISTEK*HLLRGLYLQPHT*QRLGR*TSNMAGIALSRLAEERKAWRKDHPFGFTACPVKKADGTLDLMVWECGIPG
KKATDWEGGVYKLMVTFTEDYPSAPPKCKFTPPLFHPNVFPSGTVCLSLLDAEKDWRPAITLKQILLGIQDLLNEPNPND
PAQAEAYHIYMKDRDTYVRRVKQQAAQFRP*SKCQGGWRCGYLLGWIAARGHNGWDMGRNINKEWNARAHALLVKKEYAG
GWVGVGFLVREQ*NPQDITPRLGIFKTSHWSMKFECITARHTFEFVCTADTWDFGIFAVGEGWQFFFLALW*RFWVNFIA
DEE*TCPCKTKATVTDDVNRKTTKFT*NRAHIITIIMCFYSVAGLRTSYYH                             
>Apar_comp26239_c0_seq1_fr4                                                     
GIESFMLSCLWESL*IVAPLFAFKMDGLPKRILKETQRLHVEPVPGIEAQPDEANARYFKVTIQGPAGSPYEGGVFHLEL



FLPEDYPMAPPKVRFLTKIYHPNIDRLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAELWKKDEATA
IKNAAQWTAMYAKA*DL*GVSVDGKWTLEHY*PLAVHPCTHPAGWCLGIC*RVMTWCDGGSLVL*LFVMSNVLGAATCVH
TFFFPPP*IHTCMMYMLWVKYHTRVFGMGLLHFQDNC**KNVDNVVEQANGILEGVNADFRVPCCQLHN*MNNRAFFCFC
LSSCFWFISFLVYTFAYPRMAQKEKTVRKLRGTKNKNIKNITIGQKKK                                
>Apar_comp9439_c0_seq1_fr5                                                      
TVRIQR*VNGKSDERMYM*MFVRSYVNVGRYTNDFYIGFVRSQYIALDISSIFYFIFSSFFLTSFAFFREQRALYS*DTK
RSCVGCIFGCNATFQRPLRRRIKSYTSVF*RQSGSGRSLGTATRMAANENLAPAVITRLSRDVKKLMTTHLEGIKVEIKE
DDMTDIFAVIDGPEDTPYAGGKFRMRLVLGNDFPSSPPKGFFVTKIFHPNVNTQTGEICVNTLKKDWKPDMGIQHILLTV
KCLLIVPNPESALNDEAGRLLLEDYDGYARHARLMTEIHAKPRTQAPSPTKNPTRLNVETSSSGVGQENGGTEENEERHG
GVKRAAEKAPKVDKAKVDKKKGIRRL*VCVRVCV                                              
>Apar_comp11919_c0_seq1_fr5                                                     
KVDKRKASFCSFFN*FIFYY*FLMRLATGVPHF*RQHAAQNPKGDRHCFARSALQETAELAKNPVEGMNVEAKEDNARHF
DVTLNGPAGSAYEGGKFKLELFLPEDYPMAPPKVRFLTKIYHPNIDKLGRICLDILKDKWSPALMIRTVLLSIQALLSAP
NPDDPLANDVAELWKKNEAQAIKNAKEWTARYAKE*TWTTV**RCWLTLHL*RRCYLLSRHSHLCDYRLELKHTHTFKVS
HTHIFF*NIHTPVHKHHTSRNITKAHFTPIRIGARAIIFSVPFVSA*SNSHAHFYFFRTKKTTPPYIYLFLAHHYSLNLN
AHLDSTR*MHQLLWA*HHTRTYLWYECMDHFAITTT*TPSIPLHR                                   
>Apar_comp14942_c0_seq1_fr5                                                     
IGMEFQIGIYDEFQTGVQIGMEFQIGIYDEFQTGVHVSFRQPHDEFQTGIHVSFRQPSRVHHMFLIILVFTVNNRGLGS*
GRVRD*TDDISFSFGVGKNRLHAWGLGAASATELQGLRV*VPYRKIYKS*KVGMERAR*LHILEMDRSSAARLQRERSDI
SNQLPPGCHAGPKGDNLFEWIAIVQGPEGTPYDGGVFFIDLFFPKEYPHKPPKVVMRTRIYHCNISANGNIALPALRDQW
SPATTLSKLLHEIVSLLSNCMPEHALVPVLAGKYLSDPEGYNATARDWTRRFAR**VDGLGGCGWEEEEEEEQEWGRGGG
GGGGWRWGGGGG                                                                    
>Apar_comp17296_c0_seq1_fr5                                                     
KFLYCFFFV*GSNTKTVTGNKG*IALIA*CT*WSRLL*LPFFACCCATNQI*KRLGPAQRTRDLTEDGNPFSHLGIVHG*
QGLKMFNLKNQKKKNPADTKKGAADLRIQKDINDLSLPTTCKVEFPKPDDLLNFELTIRPDEGMYQGGTFRFTFKVPPAY
PHEAPKVKCLTKLYHPNIDLEGNVCLNILREDWKPVLAINSVIYGLQYLFLEPNPDDPLNKEAANVLKANKRQFEQIVYR
TMRGGHYEGVVFDKCV*VCGVRHTLNKHKTPWLNVKYCL*DACTHGLGLHRTYRYSVHLHEYRRVAHTC*YGV*SSGCIS
FALVTISLGYRCSNDLLPVSFFFSFLF                                                     
>Apar_comp20465_c1_seq1_fr5                                                     
ASERWLPIHTVETILISVISMLSDPNDESPANLDAAKEWRENKELFKKKVQRCVRRSQEECD*AQHNVVNT*CSTPAECS
PPLYAPCQWLF*TAAGCPGHLVCTRLL*DRYWTQRLETVNNCCRFWWSFMCDRAYLVWLFCCSI*YTVVG*EFWSCIAFH
VRS**YGIVSLVIITEEYE*LIVEMITQHAYSKVISIIFVYIRKCRSAGLCPCQIYMDVPRYLTDTER*PLFPTSNYSTA
HIHSVNS                                                                         
>Apar_comp21278_c0_seq1_fr5                                                     
DD*VSGRSFAV*LQLINVSMVIPYTYI*ALGYTYKAERVAALLQIGSKCFL*TVTQPITCHTCPLYPVIPYVPCSFIVPA
RPIQCWGLASRWPELCSMAGSALKRLMTEYRSLTRNPPEGILAGPISEDNFFQWEAVIVGPEGSPYEDGVFTAVLTFPKD
YPLSPPQMRFTSPMFHPNIYPGGQVCISILHPPGDDPTGYELSSERWSPVQSVEKILLSVVSMLAEPNDESGANVDASKM
WREDRGGVSKLVDLTVRKTLGLAP*CMHEVGVARVAAGNGLDFASNGYCRPTATSQPRHLHVLMYMAEKET*RWASTGCC
FLVL*YDRIYKFFCCFFFVFFYQYYGSPPGN*GYRRLVFVCMYKG*STFISNL*M*PEAQSPRTPSTQASAGWASQVIYY
YST*CLHFLVKIYAVVA*CNRT*NTDLIRWQARAPVPGYVAARSRTMNNH*VWVLYSNFFYCLYGRDVLCSCIKHHERQL
CLSTAVHSN*PM*SLSGRLPSSTLATAALYPSGRLC*GSFWL*LPSSPHVCWCADPRRYCTTD*ALVVYTHYDPCGVLKY
KAGSS                                                                           
>Apar_comp22297_c0_seq1_fr5                                                     
*LSL*GLVES**SYSIEESIKKEG*RKLFIRCKAARVF*VFLHFFC*HTTGFFATKVTW*QVESQARFCPRTI*FVNFHR
DGLYCLVETCTLSSHLSSF*RLGITVRP*KKR*SGAVHSTLQPDSLG*VNICT*PLHTRFSQLEFYIDPFYLAYKMAAKD
AKKASANAKTVAGAGGKTWNLGNLKGSAARIQKELADITLSPPPNCTAGPKDDKLDEWVATIQGPAGTPYEGGIFFLDIH
FPKDYPFKPPKITFTTKIYHCNINSNGGICLDILKDNWSPALTIAKVLLSISSLLTDPNPADPLVPPIAQQYLSNRELHD
KVAREWVQRHAK*RKFIYVCGMLLVRG*KHRWCTVFTT*VCEQKDHRN*CKVKSIHN*HHHYHHHCHLSRGNCTEMHTR*
DEM*LVCMCQGFPSGR*IHTYAHKPVYYLSLNSFTHAHPTLT*THVHPHAR                             
>Apar_comp22347_c0_seq1_fr5                                                     
VSFQTSSHHPLHKTPVLPCLVVNQNTHPSP*LLAL*SLNQLEGGNVVFEPNRKLTLGVGFLREAFLLRYELGSLRRHFER
SPGEQPAVVSGKMSAVKRIAKEYAELIENPLAAYRNLQADESNMFLWSGLLVPDKAPYNKGAYKFIIEFPDKYPFKPPKV
VFKTRMYHPNIDKDGNICMGLLKQDAWKPATKVVQILESLANLIDEPNPSDPLDTEIAEIYTQDNKKFMKNAEDHIKKHS
EKRPK*SHPAGTHFVHVT*DTQHAYAQADIHKHTCMLSHTSKFSRS*IRPFPRTIYGHVHI*TYHVQAVAGPHASAQ*PC
QAGLGGNACAHFL*KCAWVFSEWGDWPWCCLAEMYRGPSHIHTFARVLITALNPPKLINVARDDVCIKRLQRIYDFPVS 
>Apar_comp29259_c0_seq1_fr5                                                     
KTDCTHNVEVLVIHIISSSLRSSKLCISLFIHTVTPALRMSNRPVTSSRAASKAAVAAAPRAAEGMSVTKRLQQELMSLM
MSGDKTISAFPVGDNLLHWKGTIQGPPGTVYEGQSYKMLLNFPSNYPFAAPHVKFETPCYHPNVAEMDGEICLDILKDKW
SALYDVRTILLSIQSLLGEPNNNSPLNPHAAQLWDNQAEFRRVVARRYEEAKNKSA*VLQSIEPSLVSND*RFLFFLLLL
MLYKYDACSIPA*TSLVI*MLKNLLQAVKRAYTFNV*AVYNLIKG*GGRVWVPLGSSLPTCTAYTSESLV*NRLCFFVRS
STVSLICTLEMVWRLLLDQSGCLGVRG**STLQ*KGAVWPPFQVFLLKRNSKR                           
>Apar_comp42957_c0_seq1_fr5                                                     



FGS*KGVEEATVHVSVLLLAAIERPKPGLVQTCRFSILGDVLILRYKLG*LSLCFSKALFNQFIVHICHLNSCLGHVCLS
DVKELW*SRRQTTCIRLKQASNMAYPFTAKHRLELELANIHSLPPVRGLEVVAKDGNVFKWVGVRKGEGNKELAKINGAI
EKPSRKRTPWCACDVKFEIDFPEDYPNEPPVVTFTPPIFHMNVTPRGRMCVDFLDPNVERDEISPHGRKDFSKRGWHNTI
TARQILISLEEFLTSPNPEKSTNPDALCIWEMEGEKEYWRQVEECCTELAQKQGR*RGTAVCVCGG              
>Apar_comp122990_c0_seq1_fr5                                                    
NAGVAGGGIGLGAETAASKDAGKAVAAAIMSTFKVCSARMKEFTKAKKSGGDGAAAAASSGKGKEAAEGEGEDDARKIEL
YMQFMEDQQFDEMDMQDSGGYSKHHYASSISSSGGDVKSKMMRLVQEASGISGSLPLSFDSSVFVRIDEERMDVWKAMII
GPEGTPYENGCFEFHIFFPDAYPKSPPLVNMETNANGTQRFNPNLYANGKVC                            
>Apar_comp5010_c0_seq1_fr6                                                      
RN*AEVYSLFEGFHQAQLTTPQLFGFLD*G*GTVRKHT*HGINKHSSNTSCCCHLAFHL*IA*DRNLELR*YVDAHQSTI
ENMSQNRAASTGRSAAKAAVGQSATTSEGLSVTRRLQQELMALMTGGDQSISAFPIGDSLLRWRGTIKGPVGTVYEGLSF
KLRLDFPNNYPFAAPHVWFETPCFHPNVAEKEGEICLDILKEKWSALYDVRTILLSIQSLLAEPNNE             
>Apar_comp11500_c0_seq1_fr6                                                     
VPKGLLFQL*A*FFFKQLLVFLVRGWKGSGCHCRRCTSLQLLNFPVF*LYTAHSNMALKRINKELADLQKDPPANCSAGP
VGDDLFHWQATIMGPPDSPYQGGVFFLSIHFPTDYPFKPPKVQFTTRIYHPNINSNGSICLDILRDQWSPALTISKVLLS
ICSLLTDANPDDPLVPDIANLYKSDRTRYEANAREWTRKYAMGS*RPICDDKRPIEVCLQAHTPKLYVPGV*RAPTLR**
*RKNVRVK                                                                        
>Apar_comp11919_c0_seq2_fr6                                                     
K*TKERLPSVVFSTSLFFIINF**GWLRACPISNANMLRRIQKETAELAKNPVEGMNVEAKEDNARHFDVTLNGPAGSAY
EGGKFKLELFLPEDYPMAPPKVRFLTKIYHPNIDKLGRICLDILKDKWSPALMIRTVLLSIQALLSAPNPDDPLANDVAE
LWKKNEAQAIKNAKEWTARYAKE*TWTTV**RCWLTLHL*RRCYLLSRHSHLCDYRLELKHTHTFKVSHTHIFF*NIHTP
VHKHHTSRNITKAHFTPIRIGARAIIFSVPFVSA*SNSHAHFYFFRTKKTTPPYIYLFLAHHYSLNLNAHLDSTR*MHQL
LWA*HHTRTYLWYECMDHFAITTT*TPSIPLHR                                               
>Apar_comp12747_c0_seq1_fr6                                                     
RTQRFTVRIFPHRVPCHLQCCM*QTE*ENEVFFVLKKTLSVLYALLSVISQSAAGSLLSSLAITICVQSNSALSEKTTKM
ATMNENVSPAVMPRVAKEVKKLMASKLEGIKIEINDQDMTDIQAVIDGPVGTPYEGGRFRVRLSLGNDFPTAPPSGTFLT
KIFHPNVSAAGEICVNTLKKDWKPTLGLEHIFLTVRCLLIDPNPESALNEEAGKLLLEDYDGYAKHARLMTSIHATPRAV
GATQSKGMEGNAEGKTEGVQKTLVKKVSNADKGKKAAKRL*VCVGVCWCVCVVCSD*CG*KGGWVCMCD*VDFC*MVFLL
SWWGTFLEVMFCVVFLNRTLTMGMDGLLEHFRG*FVVNFVVFGLLRKSMIIIFLGNSVVVHVLTFYVH**QALVPF*RQQ
VESKQITLHVKKQ                                                                   
>Apar_comp13665_c0_seq1_fr6                                                     
LLTKRLAAHPDLAYIIVTEVGEDEEGPSRSILQCLRDLHMQAKFLTGGQLSHVEDETATCALAMGLEISETHDMVCALAE
NAPLLGIGIHKRGRDVEGEESEGSEGEGDGEEAAARRYCEAMRDKRLEQADICSGQYTYHKELSKDTPSGLLIRVSKEVS
SLATSLPLAYDSTIFVRVDESRMDVLKALVVGPPDTPYEDGLFEFDIHLPASYPNVPPHVSLVTTGRGAVRFNPNLYNCG
K                                                                               
>Apar_comp19139_c0_seq1_fr6                                                     
PVVPGSRILMFSYSMRYHKRKFI*LFQAFNTCMHTGESC*VLFF*MKIATSTL*AGVGSSEC**SFCASRVWDPVACAFR
RP**FSP*RIIQAQTDRKNP*FRSCTQLHSATKDGVPSLFSPLPNWGDGRKMAAEPKYNLKSPAVKRIMVEAKELREPTE
MYHAQPLEENIFEWHFTVRGPADTAFAGGIYHGRILLPPEYPYKPPNIILLTPNGRFEVGKKICLSISAYHPEYWRPSWS
IRTVLLALISFMPTKGEGAIGALDYTDDERKALALKSPDYRCPTCQTFNRDALPALTGQFKAATTAEEDELINNVSMVRP
REGGQTDQKGEGEGEGEPMEEVPAQGEGAGPSIETEGLRQRHVTASQQAHIEPQAHSQQQQQQQPAQVQAQTQTQVPPPR
LARGVGEAGFGFALWGP                                                               
>Apar_comp20465_c0_seq1_fr6                                                     
WLHEPRATCIMTSSASPV*VTL*HTRTGKPRSVSR*FA*RTKFACK*G*GVSELVVFVKRLGLFVAFLLSARVSGKNSTL
GATWLLVGLRFDSEREGADKEAHLVLLFVML*LLFLAEQSRCILILQVLPLSWCILGAASLFLCMSCVL*VRLLYTGETS
GRCGATWPTKVLGNKEHRSWRQSKRHQSSKMATESSQGALLLKKQLQELTKAPVEGFSAGLIDDDDLFKWEIMIMGPSET
LYEGGFFKAHLIFPKDYPLKPPKMKFITDIWHPNVHKTGDVCISILHEPGEDKYGYEKASERWLALSTVQTH        
>Apar_comp20810_c0_seq1_fr6                                                     
NLLTGDQTEQYHFSQCPNTKTRRVVHVVFIFVTKYYPRICRSKKWCFFHVVCEGSFSLPALAATPILCSE*IS*TRERNY
RDRVRRLVASLQRNEIEK*NAISIVEVRCIFVWRSVAGGADLRHLDNAMLTAGGDTKLAQDANTNTMKAQTPRCRFKADL
ERLMAPSEETPDAVVVGVQKGDDLGDVSFTVCYKGTKFGVDVHVDVDTYPYHDMGYAYLKDDSTNEELQGLLESVSCVRA
TLADIRGRLETALGSKRPRSPSPTPATDPEPETAHQSESEPEADSDAEGDEESDFDGFDLEDPKELCEPEAKKRRLHVRT
DLELADYASVQATQALYKALREVYRDMQGTADKDRHYSMDVEAVDNLYTWRCKIVNFDPSLPLVTDLEKYGYDGVELELR
FGPNYPHSPPFVRVVKPRFNGRGGGHVMAGGSICMDLLYDQNWSCAYSIPSLLLQIKTILSTKDISTLAQLDERRHADGY
TLWEAVQSFKSVSNIHKWKIPEGLLEHIKE*LAR*ISKYILQYVKMVFLFLFWIRK*LGYHGEL*NCRYHDICSTSAVGM
VV*HLNVFLEVTAMAVFACG*KKRRYNCAFPTVLYDYYSFFLPPLPPPSPPQTPTNNPNTVS                  
>Apar_comp21308_c2_seq1_fr6                                                     
GLPNRLVAARGALEQQLKAKAAAAIRPAPPKTVRENKNQNQKPTLKKTKQKHDAEELEVIVLSDEDGDVNFRPQKPQPAK
RLGGFNPPRKFRSDEAGNKEEGVISIDMDEVPGKFQPPPLRRSTRSTRPTVINESPAKPDTLQPSREEKKKPPNTTNAFT
QPPNLFSFGGANTSVPTGFSYGGANTNNQPANFNSNAKNTNTQPSFPPATNYFTSFSSSVDTGFKPFSILQPNTGFGAND
QGDKFSFGLPPFNPPVSSSNRIIAKNPSMPFFPVPPLLTASSSLYKPQSRQTPTQTGNATSTTIPNSGAPPPTSQATSTS
ISNVRAPPPPPHATSFSNFEPPPLPKPPTFPNFPPFPPPPQSTPSSIEKSPPRPPPQQTTTIVNFQTPLPQPPQPLQPHL



PTKFGPPLLPPQQGKSKPNNSKISGGGVGAYGARQRLMREYKECTEQEELQKLRVSLVDDGLYEWEVVFPAASYLEVSPP
LFHDLQQYATTFNREDAIVLRVSFPKSFPAAPPFIRVVRPRFIFHTGHVTIGGSICLEMLTLSGGPNGWKQDLSVAGLLL
LLHNLMAVDGKARVDFGSMHHPNPGMD                                                     
>Apar_comp24487_c0_seq1_fr6                                                     
KAEHPV*FRRTPRQREVIS*TIVTTFRL*LDYSAVKTRNMALKRINKELQDLQRDPPANCSAGPVGDDMFHWQATIMGPP
DSPYQGGVFFLSIHFPTDYPFKPPKVQFTTRIYHPNINSNGSICLDILRDQWSPALTISKVLLSICSLLTDANPDDPLVP
EIAHIYKTDRAKYEAHAKEWTRKYAMGS*IH*SFRWRHSEMPGQLACRLCHVYHGNKPEHVVDPRAVTECKKKKK     
>Apar_comp46536_c0_seq1_fr6                                                     
CACACACGACL*SF*QALANRLEWYSSAYVCYRWLLVLSTIFVLECLHHIVFARELAYRTGVL*KDVLLSQFSPPKGPQS
AAWFLCSLTKIPDLSTVNIQFLKI*RYLITLYCSVSKMQRQVRMKKELEMFEKDGREGLSCWPVDDSIDHLEAVVRGSTD
TPYEGGLFKLDIQIPERYPFEPPKVRFVTPIYHPNIDDGGRICLDVLKMPPKGGWKPSLNITTVLASIQVLLAEPNPDDS
LMADIASEYKMNRARFNERAKDLTRKHAMQSACPATKKQKEGGDGKENVRPAES*RAVCACVCM                
>Contig2674_Corallo_2_fr1                                                       
IYIANT*LKNFEFGNSDGVARVGVTETLKNLGEN*TM*SLCDNSLN*K*FVLYNY*KFIMSALKRLMQEYKELVTDPPAG
VVAGPVSEEDFFTWEVLIPGPDGTPYEGGLFPATMKFPKDYPMTPPDMKFTCQMWHPNIYKDGRVCISILHPPGDDPLGY
ELTSERWSPVQSIEKVLISVMSMLAEPNDESGANIDASKQFREDYEGFKRRVQQTVRGSLGL*GFTEKQINYSQR     
>Contig2692_Corallo_2_fr1                                                       
SLPPGNPQLWGGGGGW*YSGEQLEVVETRWSDW*RGLCSDQPAAPSFWDFGICFWLLKNVFQSILIVMNVT*NQT*RDQI
EKG*NIGRVSEPPRTSHVEHLDT*PKENRTRRNFIPVSVENRSREILRSRMAQWHNYSKRSPAVRRIMQEAKELSDPTGL
YHAQPTEDNIFEWHFTIRGPEGTVFEEGIYHGRILLPTDYPYEPPAIILLTPNGRFETHKKICLSVTQYHRESWQPAWGI
RTVLLALIAFLPTEGRGAIGSLDLSEDDRK                                                  
>Contig3332_Corallo_2_fr1                                                       
MSHNNGGHASEWVPVWLGGTMPGTTRPKDPTAIDPTAAVVYRLRYLVMYELRLLKEKCPSGVFVIPSQASELQWDGIIFL
SSGPLAGAMVRFLLKIPMDFPQSAPTILITDSLWHPQVDERTSQVNIQGLMQGPDKAWRPNHDHVYHVLEMMKYLLVVCP
TERAVNVAAAEMKVKKFADFKLLCERQVRDSEERMRREIGETDMDLGNHVGTVTVPSKIQFRGFDQDMQRFGEDFIGKTY
EDHGAEPGWSSGNLLYGGNPEGGSVGKVTSFVKSLGRSFFS*RTLGISGTNKKNSRTSVSFSYAYSFIHLFHSMVFFIMT
HNHPLASSSTSSNLSIFHSIK**SNHAKQDTAEKKWYKREM**TPFPNQRVGPGRLLSTRALSDHRRRGLQVRVRGYFVG
LLLAVRRRCGDLLSRSCGHARAGDLRSGLLSDALQW*RLLVQSLEQVQIHFPRFLVDN*LHQVRAVDGKADNLIA*PCLL
LREIMQGLPTIQGRGHAPAHRAAR*GHNRSVHSFAAFPSRQ*SLGVTLGGH*GPGGGGGGARTLAAAVLWPMALGCSRP*
ACGSGRVLGLAYATARAHARQFGRRGPHGAGSFNTDAPGR                                        
>Contig3700_Corallo_2_fr1                                                       
VDSNHIVLFTMFGAKKKTGSRAYDRVRREIAEVAKDPTIKELGMRLEPVGDSLSKLYGEIPGPPDTPYEKGQFALDIEIP
EQYPFVPPKVKFATKIWHPNVSSQTGAICLDILKDAWAAAMTLRTVLLSIQALMSSPEPDSPQDAVVAGQFKRDHKEFEK
TAREWTAKHATDTVDAEKLKTLTDMGFPEDKCRAMLKKTGGDVDAAVQALLSE**DVTRGKQEHSPSIPYHITPCNMTHP
CMLQHLNCCHRKP*HYCNP*SHVYISMYR                                                   
>Contig983_Corallo_2_fr2                                                        
IHFHFTKHCLLGKKAILLSTLWSWKQSNSISVHL*IVAFTLCWS*TSRTLPSFIVYHTSDTHTHFFHF*LIF*TLHGITM
ALKRITKELQDLGKDPPSNCSAGPVGEDMFHWQATIMGPPESPYQGGVFFLSIHFPTDYPFKPPKVSFTTRIYHPNINSN
GSICLDILRDQWSPALTISKVLLSICSMLTDPNPDDPLVPEIAHMYKQDRSKYEATAREWTRKYAMC*LNFTVLMG*NGL
VKV*YCPFWGFQRGI*YVIRMKGTLVSS*RFTNV*SLL*DISTQDTERRERRYTNSNQPTYKALHTVLISPP        
>Contig3718_Corallo_2_fr2                                                       
PRD*K*NSILQIQCNLWQEMIC*QKLCRRRLKGSHRKKLENKHSITKE*NMSAPKASHARLRKEYARLKKSPIPYITAEP
LASNILEWRYCLRGPQDSPFEGGYYHGKIVFPSQYPLKPPSVYILTPNGRFKTGTRLCLSNTDFHAESWSPAWDVGSILN
GLLSFMLENQATTGSIESSKSQKMKLAIESHAHCLKDPLFRDLFPDVIEEIKEKYKCDIDTATNSIKYDDDALNPVNSIK
KIGAATRLGSTSAKSEIFGSAIVVLLVGIFGFIVHSMVIAEL*RSHLEHCYNRHKILHVDMVLATYKYSRTPVIIITMII
IIIIIKK*TFTLLILHAL*YLTTLRWNACVPLSWFDKVGWKDARNTRGGHGAPHPVRIDRLVNVNVVASEEGQFVCALSR
EVIQGVGTEHVLDKVGREHALTASNHTRQPVFVYVRNLVNHITGLEGQVSALARIVVVHSKTAASR*RGSIRFEVGSIHH
WFIGCSRCRCTGLLLDQHKVRWEHTLLSAAVLTLQPVGINAGRELDDFTNDQR*ISRLIASKVMLNQCPGGITAHQFVSK
RITPTVARRCGSSVASPSGRSSGSSDTGGSSGSGGSRSR*RSTRNSPNILDHVYKV*REHALPPCAQVTASVPVRIELL*
QCDTVVLA*SQVIGLNGFKIKVCNGPRSPLGVDGK*TTARGWWHAGHARFRGGMVPTRPQGRRWSRMGRCGSGVVAYRRR
RTNWRSSTASEHTTAVGVTL*SLNAIGNLRARACVDCC*WRFLSHSGWFDTAHRWLADHRRRWWPTGRGRWRCSSECGRW
WWSPECGRWRPYAW*SGLGIYWRSRREDWRRPRTRSTR*RILSGTRCVALRIQSLLLQCCQLFCNTALFWL*GFCVRCWC
ARTSRSSCRRWLDWDRCCPRLRFGWCDGRCDRSWSRSWFRC*MSCHRAR*GTAWHTIPSGSSTVRPFSNDTHAFFDRQAR
QVFLFWLGLGGWLCAWFRL*GWDGRRSLLLLLPKKPGLLFEIFAGRHRCLR*GLYMFVDLLMCLYLYLWI*FQMFPVVVL
YNLKEAMLGPECNVSPS                                                               
>Contig4786_Corallo_2_fr2                                                       
DQ*LRTST***RARGLHLISITNAQFIYIVT*HGWQVSSR*RLCIC*IYNRSKMSPAVNDKENKTMSSEGDASARKSATV
NMLRRMKGNSSVNTRSKRLLKELAEISLSPPPNCSAGPKGDDLNEWVAIIEGPEGTPYEGGSFFLDVVFGDNYPFEPPKA
TFRTRIYHCNVNSNGAICLDLLKDNWSPALTVSKLLLSICALMSEPNPQDPLTPHIANEYIQDREKHDKTAKEWTKRYAQ
*E*PTNLSTEISKQTIRAKDSVQVRVLHMILSIKRNPWIVC*HRGISIGCQCVYS                         
>Contig3417_Corallo_2_fr3                                                       
ADHRGNSRQRSLYITSFSLRFREDLKMSSAATAQSPSRANGNKAGGTSVTKRLQQELMTLMTCGEKGISAFPEDGNLFKW



AGTIEGASETAYEGLKFKLSIIFTQEYPYKAPTVKFVTPIFHPNVDQHGNICLDILKEKWSALYDVRTILMSLQSLLGDP
NNDSPLNNQAAGLWADQIEFRKQVLAKHKESL*NSLVIRPQDILIWQACKIVCARHTEKCTIQ*SQSE            
>Contig1392_Corallo_2_fr4                                                       
SRVYKPHHGIVVQRKKTDSLQFGGLLRPRAQLDSISWPNQLTVSSTK*KVTMIKLFQLKEEKKQAEANGGKKTAAGELRV
QKDISDLNLPSTCKLDFPDSNDLMNFVLTIKPDEGFYKGGTFTFTFKVSTQYPHEAPKVKCEQKIYHPNIDLEGNVCLNI
LREDWKPVLSINSVIYGLQYLFLEPNPDDPLNKEAANVLRENRKTFERNVTHAMRGGFVANTHFDRVV*TSLSIAM*NYV
QHHNSHSISMFHYTNIIIFESLLASHQRSDFDVSDTCRCTQP***SSDYLLP*RL*MKNSSFPNVDRIKDCNLPPQALRV
GILVSTYRSPFPFNRPFSPLRSRMGWARGGGAKRRQTHTSLPLPKTHTKN*TKIPHVFSKIKNRELSP*NIGSTT*GYTG
TNCIAS                                                                          
>Contig2789_Corallo_2_fr4                                                       
RMV*YGGSGGRGASCFHFAVVQGACAYGTNILEET*PTYVRKGT*IRIEKV*ASA*PWPDI*KNHSEHKYLRRLDTGTGK
P*HERRYKLQEYRAGHSGFP*TAHTLLIMSNMLPKRILKETQRLMAEPVQGIDAQPAEDNARHFLVVMDGPGDTPFEGGK
FKLELFLPEDYPMAPPKVRFMTKIYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLATDVADLWKN
DEPKALANAREWTKLYAMSTEAAE*VITAQLQTYIGRTGHNMK*DITIEPKKLENLKYSKL*SRFLITECSQRWLNRDID
CQRARIALHRNNLRKDVGKDVLGL*PVMILPRFSYIIRFQDVLPTTTALHEVHIIRIIKLHSIQFDVVPNRTQSANFLRM
EDGIVIPAGFVIIEYIPGLIKFCHGLFFASRMYRNAKLVISVRMVCTSKAVEALLYHPQFCVSWNLQDLVVIWQWLRNWI
FPVRHYLQRLVLPLCECDRVDCAE*AVSRLDCQFQSPPKGTSKIDCLLLPLPDTFV**CCY*DHVVLPRTVFGAAVLCVL
NTNALLLTISIFPPLVMLST*NPRACG*RSVVTQYSLPSVTSAECGGCSGSVHVAYESCRLDVFPEDTGILINRK*NRLD
YRGAAHRLKV                                                                      
>Contig3595_Corallo_2_fr4                                                       
*LLR*IFLLDIES*MFV*KVKARF*PQIHRV*EQRDLSLVYCVRSPLCKKIQSGRGVAEDTLTGKMATSTVERRVMREYQ
QYTSKKDTHHRDQLRLEPCEDNILEWNAWLQPQGNSLYSGGTFRLHIDIPKQYPIKPPKIRFVTPVCHPNIHFQSGEICM
DILANAWSPAWNIQSTCLAILLLLDNPEISSPLNCDAANLLRCEDKRGYRSLVSYYVRSSARHPDDIIKFQALE*WFVA*
*TLLLDTMIDNIQIGSGSGSAHGIPG*CTARPHLQGRARSCV*VRVSAINEPLIPPQHSLANRH*FTTSDVGQFVGVLLS
NLHYPPPSPQTPSPKTEPLT*ALVTSNPPIVSVRQARPLRAG*CAWCA*RGGGVAEKMEECGSGHGWVPRVRTGYVACVD
LCNGVVDIHSVPLAFSGTEISTLTLVTVL*GPVIRANGYTGYALGHSGFLAIKGTSGWRLLN*WQMHKTHTKVRIISSPV
>Contig3653_Corallo_2_fr4                                                       
A*FSSILGCSYLYCPGAYCALVRTKCAFSVCR*S*NLKQIYPHIMSVKIPRNFRLLEELEKGEKGIGDGSVSYGLSESDD
NSLTYWNGTILGPPRSAHENRIYSLTIECGPEYPEKPPVVKFLTMVNCSIVDQSNGKIYTDKFKTLGQWKREYNIATVLT
DLRKAMASKENYKLPQPPEGTMF*KVSII*QADHACTKHAFIVSIVPVHI**IILKY*CGISNCSSSSHSLYVSVSYTAN
PDN*ADD*FCFALPSS*SSAVFAPRSSAVGPTDSRSYMKSLCCDYCRQVERYRERSSACHVVFSLHSYPHPSE*GR*VLP
VSARMFLTASHQAFLCEGDRRGPPS*DPYGTPCY*SFRIRCKQSETVCQYLPGSDDGRERMATNCSCPRCLSLC*WLAPQ
TLSFASTFLMSSSGPPSHVS*NTLISFNFTLAR*SLL*FAERIRDPEFTISFEVPAGFHPLPFPPRPLGAKSNLTPNRTA
ERAETL                                                                          
>Contig7112_Corallo_2_fr4                                                       
TIHNI*KMTQRQTRIGREMKRLVSGPPDGVTVHIDTTDDVSSFDTTIQGPDNSNLRRHSFRVGVKIGPRYPFEPPSVWFK
SPVYHPNIDRQGRICLEILKLPPKGAWKPSLNIHSVLAAVRILLGEPNPDDALMADIAAEFRTDPALYHQKSLHFASQHS
SVTGNSEDSTQTTTSATAATSTTTVLKDISNHHPLLSSASMDSSSPALKRARNDTEVDLCTNDINLRHRAIRHGPSSPRR
IFDSQSP*RREPIS*SKVYCCTIIIFVEHPSAV*NEGGVKTSP*DPH*TLTEL*SVLPCGDLDAHTAKFVSSLSIENVLY
LNVHKPRTK*TTIFLVAGPWPTVLGVHPTQNLSTTPLVCFRLL*VCLTHKRRLLQ*CDIHCTEPSPGSDRRRWQ*SNVAL
ILAGVKVNP*QPAPARPSMHDGSYGHHNGVHM*ISIHA*PVMLKTKCPSYCYTWLMRAGCWLDDR*SLTVRFFVERIVRG
N*WPS*TKQTENMSNTAKLFQYI*YR*DYVDKIDDHFS*ETRELNN                                  
>Contig975_Corallo_2_fr5                                                        
KRRTLRTGDNSGREYTVYLKRLQATIETRKI*TQYVRGFEQGIGSSKTKL*SKWYRKQSRSTMSTPARRRLMRDFKRLQE
DPPGGVSGAPTDNNIMLWNAVIFGPQDTPFEDGTFKLTLKFTEDYPNKPPTVRFVSRMFHPNVYADGGICLDILQNRWSP
TYDVAAILTSIQSLLDEPNPNSPANATAAQLYQENKREYEKKVRAIVEQSWME*EGESSLVVNFGNHISIGFSCRIC*DH
HSSFPLIIHKNYREHDRKMRLANR                                                        
>Contig1067_Corallo_2_fr5                                                       
DKRLFTASRVCVI*IRPVGEQRATTKYLSGNLPRA*RKRFEKSLNMAGVSEQSALLLRRQLNELNKGGVEGFSAGLQDDN
DIYNWDVMIIGPPDTLYEGGFFKAHMTFPKDYPLRPPKLRFTSEIWHPNVHSNGEVCISILHEPGEDKYGYEKASERWLP
IHTIETIMLSVISMLSDPNDESPANLDAAKEWREDKAAFKRRVARCVRKSQEEAWD*IVIGFRIKEKVEKHRSRIH*TWS
VKILPHVSLPGAESISAI*ILSIGIAKHLKAIVLITDLQRVIKTLFESMTYFSPYNSLGVFCLKHIGCYHVRLVRCLRIT
AIDSWMTLHSTLPPR*QYAGGCC*PG*PAPRYPTDHQHPYMYDHRLP*SPYSP*LPPRHLGMH*LRL*GSANGFSLALGA
PPPGSVSAVPGCFGGGFAPPIPMRPSPVVVPPSPLPYAEYVAGGSCCPQPIAHRRSSSLRRAHLSSSLQLPALGTDPSSP
WPNLLALPYPAQTSSSADHSVGQLLWSTS*PVRTDLRFAA*ALHSRQQSCLVRSAALKSHPSWALRSKISPEPGSGSSSL
TSRVWSLPWNVPSDRFLLCAPSPTVGHFQARSLVPARPQS*SCVREEFGPAVRHHCPRYMLRLDYASTASVLGSGMPN*A
VKS*AAQGLSATPVHAVYRSWKCESVTILQHVLLTFFPSQILSSCRVYWSQCCGDHRLIVPWRLADPCTHYFLVD*EKLL
SRLLGRLVPVLCAPIAVTRHRPR*SPLRCL*SLAPDRKSLHGLPSSIPTLTFAGFLFPPAREHFLLPLYCEKRKGLYIST
*AFFFLEVWASASSSCCFLSLDSLVLLCQFLSIVTKGNQPVFPVAPSFFKRP*PQGPLAAITHTSSPSLNFNRAALSHGI
LIATLIPSLRAKRDPL*SFSALVISFVLSLSCLCRISSSVNCQGLVPATVSNFSARVISP*AGHHHINGFGPMKAVAFAP
KEPKLNGKRHLPL***LA*SITSSSISVTPVRQLATLPYNRKATKHNTAVSIAAAPATSIMRCAIRNVRLLVLSSEYNSQ
NAIIP*VVETTTQSRKSMNGR*FRYPTQSLIQTQWWSIRKTHRPHRRQW*TRGAFQTWQILQNVTCFSLCFGGRQILFM*



PGPFAMER**VSCIMKASNVNHAM*GTIHQ*CFSFHNVQASDISVPMIPQMRNCAKMGTGWRYLFQRGKSSGRPVVVPMV
AWPMVSDCSGCSLHMSQHSTTIAE*TSALD                                                  
>Contig1186_Corallo_2_fr5                                                       
LRVPFGSLVLPNFYSTPIAP*MYSNKFTQSE*AVQN*ITEPRVTRRVYLQNRTMATKRLQKELGELQKGEGGLLRDLKVD
EANILHWEGLLCPTEKPHDKVAYRIKIDFPTEYPFKPPKVVFQTPVYHPNIDASGNICLDVLKPEAWKPATKVQQVIERL
NQLMCEPNFQDVLVADIGQLYQQDKAKYQKQLEESIKKHAEKRPKA*AKDSKLWSRSEPSIPVPLS*ERTSFLQTTSTPC
NSRDRNIKMNKKLNTHTIIITIDINHLQCIHVEP                                              
>Contig4557_Corallo_2_fr5                                                       
WVL**SSSGKH*KTMSSKNENLPPSVIRRIAGELKGLATGQIDCVKVQMNEEDITDFRATIVGPPGTPYEGGHFKLRLSF
TSEYPQAPPKAHFLTKIFHPNVAADGEVCVNTLKRDWKSDLGIAHILVVLKCLLIHPNPESALNEEAGKMILESYDEFAK
RAKLMTEIHAKSKTAPQAAGASGTAPLGTKVPAQKKAADKKKQMRRL*EDCLLKQHDNHIHSIKHKPTIAVQVSQQG*KV
KI                                                                              
>Contig5305_Corallo_2_fr5                                                       
ARLNSFCCILIRIRVQLKHFHTKTFLAQSSSRKLATMGGMAEARLKEERKAWKRDHPFGFFAKPKQKSDGTLDMLRWDCG
IPGKKGTDWEGGVFKLEMHFSDTYPSTPPKCKFTPPLFHPNVYPSGTVCLSLLDADKDWKPAITVKQILLGIQALLTEPN
PNDPAQADAYQAFRDNPEEYKRRVRAEAVKQRPR*SVTGNLV*YLVERDIWM*QYESGAPWGRLIARHECMRMLVL*GMT
STLPVASMSFW*EEQSRQRFYLAPQQVPFEGWDHRSTSTSEPPGHVVQTASRN*RSQS*HHTAISRHDWRIAKDLWHGRS
TRASATRTFAYLLQNADLPGWHQTCPAPDRNSTAGSAQQCSCLRKSH*LPEPRRVNPLGGFRRLSSTCQYVQM*D*SIQY
*YVRDLYRPC*PRSVQTYSPQTLTGMGRSETPAQLRSGHLPWPLTLQRPWCGAYGAHSLVCEVTRSESSTSWTLPRYTLA
RPLFL*EAKGLKCRQAD*PHRIDNLLKACSSLSKYSDQYGLQSSFG*GLPRI*SRCHHQYIFLSAECPGFR*TFAAGAYP
AILCSTGSAIAEYPFDRESQWRGREACPPRFCRSRPWFHGTRPIQPEPVPLTLQRYRVMTRGIPLTFPYRDINW*C*CGG
GSC**GGASAGRTPAVL*ALGSAYH*YRVWAQKSSQRPRKQPVWQSSAGCSWRLGPFSSSFNSPCSSKPSPF*CSLAHQR
>Contig1204_Corallo_2_fr6                                                       
NMQGI*RKNMKYN*HCESETYVYTNESCDQRTQSEGYKFKCSIRTFLVVCSKRKLDRPRPTDHIRSTHIVGVAEYSFLPL
NRGSNRLPGALGSRR*S*SKCIGTGHRHKCF*HIFHISSIANMSSPKRRIETDVMKLMMTDYEVSLVQDSMLEFYVNFHG
PADTPYTGGVWKVHVEIPEQYPYKSPSIGFVNRIFHPNIDELSGSVCLDVINQTWSPMFDLLNIFETFLPQLLAYPNPTD
PLNGEAAALLMREPEQYQNKVKDYVKKYANLEAIKEAEKKIDGHADDSEDGDDSELSSLEDLEDEETKEMEL*AELHTIQ
MMSHHSVRPRTAFRVCTKGKN*IQSKLSYRP*K                                               
>Spom_NP_594929_1                                                               
MALPKRIIKEIETLTRDPPPGIVAAPTEDNLRYFKITMEGPQQSAYEGGKFHLELFLPDEYPMMPPNVRFLTKIYHPNVD
KLGRICLSTLKKDWSPALQIRTVLLSIQALMGAPNPDDPLDNDVAKIWKENEPQAIANAREWTKKYAV            
>Spom_NP_594859_1                                                               
MASASPSSSRRLTKEYSDLREHPIPDIRVNLVDDNLFHWACTALGPSDSVYAGGKFHFSLKFPLDYPFQPPTIEFTTRIY
HPNFDSEGNVCLAILKQQVFKPSIKLRSVLEQILQLLREPNPDDPLVASIAEQYRNDRPSFDKIARDYVEQFAKS     
>Spom_NP_592876_1                                                               
MSTTARRRLMRDFKRMQQDPPAGVSASPVSDNVMLWNAVIIGPADTPFEDGTFKLVLSFDEQYPNKPPLVKFVSTMFHPN
VYANGELCLDILQNRWSPTYDVAAILTSIQSLLNDPNNASPANAEAAQLHRENKKEYVRRVRKTVEDSWES         
>Spom_NP_596617_1                                                               
MSSPRRRIETDVMKLLMSDYEVTLVNDNMQEFYVRFHGPSETPYSGGIWKVHVELPSEYPWKSPSIGFVNRIFHPNIDEL
SGSVCLDVINQTWSPMFDMINIFEVFLPQLLRYPNASDPLNGEAAALLLREPNTYYAKVRDYIARYANKEDADITLNDSS
DDDTMSSIDTESGDEIAGPMDSDF                                                        
>Spom_NP_596465_1                                                               
MPSSASEQLLRKQLKEIQKNPPQGFSVGLVDDKSIFEWEVMIIGPEDTLYEGGFFHATLSFPQDYPLMPPKMKFTTEIWH
PNVHPNGEVCISILHPPGDDKYGYEDAGERWLPVHSPETILISVISMLSSPNDESPANIDAAKEFRENPQEFKKRVRRLV
RRSIEMI                                                                         
>Spom_NP_596239_1                                                               
MSDNRSRRIAKELADVQQDKQAGIQVWTINDDISHLKGMFRGPEGTPYEGGYFVVDIEIPIDYPFRPPKMNFDTKIYHPN
VSSQTGAICLDILKDQWSPVYTMKSALISLQSLLCTPEPSNPQDAQVAQVYLQNYQQFVRTAREWTSSYAAAPAGVDLDA
ENTEFGGIDPNIITNLQQFGFSTELIVRVLQREHIKSQEDLKDYPNGINGILDQLLH                       
>Spom_NP_595778_1                                                               
MSKAMALRRLMKEYKELTENGPDGITAGPSNEDDFFTWDCLIQGPDGTPFEGGLYPATLKFPSDYPLGPPTLKFECEFFH
PNVYKDGTVCISILHAPGDDPNMYESSSERWSPVQSVEKILLSVMSMLAEPNDESGANIDACKMWREDREEYCRVVRRLA
RKTLGL                                                                          
>Spom_NP_595283_1                                                               
MALKRINRELADLGKDPPSSCSAGPVGDDLFHWQATIMGPADSPYAGGVFFLSIHFPTDYPFKPPKVNFTTRIYHPNINS
NGSICLDILRDQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHVYKTDRSRYELSAREWTRKYAI             
>Spom_NP_595078_1                                                               
MNSSIKRLHKEYASFQAGDISGLLLLKPVTDVDMFHWKAVIEGPTETPYEGGQWVLDIHVHEGYPISPPSVYFQTKIVHP
NISWTNGEVCMDILKTHWSPAWSLQSACLAIISLLSNYDASSPLNVDAAKLLRTGDKTAYNSLVRCTTYLYAKGKIEDLS
>Spom_NP_588256_1                                                               
MRKIWELKKKEAQKEKNASGISPAQIRIQKDVTDLEIPSTMSTSWPDPIKLNVLHLEIRPDEGYYKGGKFKFRIQIDDNY
PHDPPKVKCLNKIYHPNIDIEGNVCLNILRQDWNPVLNLNSILVGLQFLFLSPNAEDPLNKEAAADLHKDPQGFASRVRT



AMKGGLVNGISFDNVMA                                                               
>Spom_NP_588162_1                                                               
MAKVPRNFKLLEELEKGEKGLGESSCSYGLTNADDITLSDWNATILGPAHSVHENRIYSLKIHCDANYPDAPPIVTFVSR
INLPGVDGETGKVNPHKIDCLRHWKREYSMETVLLDLKKEMASSSNRKLPQPPEGSTFF                     
>Spom_NP_588069_1                                                               
MDSDMQNQNPHTNSKNSSSAGMAVDGHSVTKRLRSELMSLMMSNTPGISAFPDSDSNLLHWAGTITGPSDTYYEGLKFKI
SMSFPANYPYSPPTIIFTSPMWHPNVDMSGNICLDILKDKWSAVYNVQTILLSLQSLLGEPNNASPLNAQAAELWSKDPI
EYKRLLMQRYKEIDEI                                                                
>Tmel_XP_002842218                                                              
MLKIWSMKQQQQAASAAEGGQKKKKVTAAQLRAQKDLSELSLPPTIRMHMPDPEDILNFTLTIEPDEGMYKCGSFNFTFA
INSNFPHEPPKVKCTQKIYHPNIDLDGNVCLNILREDWKPVLNLNAVIVGLQFLFLEPNPSDPLNKEAAEDLRLTRENFK
RNVKNSMNGGYVKNVQFERVLK                                                          
>Tmel_XP_002841850                                                              
MEARKPGPPEGTWDTLFLEDTCYLKEFPELVGVISKTWHEPDDDWDNEPDFVPGSIATVNELNVLLDTGQPPRHFAVFEP
STPSQKSRLVHESEVKVLDRALAFGDVVKRNLRSPMSGTVISVSTEVSVQHSFQISSEPTSVVTGIPEAELCLAHEWNDG
DLVVYKGCWIGVIEDVVDEVAIRLGNGSVVIPEDSAGLEIPILSQEEEVAVRRCIASSAHDDSADVTDPPGERRPSGRSR
RTGTVPAPALLSPGFTVTTSKANLRRGKWLYGAYNPNARPTGVIVSVKTTKLGVRWLRQNSMITGRFVPVERPSTWLELE
EVLPKLKRFCKSTGGFVGLDGAPYTASGGATGGGVLQVGDRVRFRDLPRAVTRYPGIKNISRSDAMGFDINTFGVVSTLT
RVRVRWQDLTETVDNARDLTPYLNVDEQEVWPGEIVVLKLDHDDSPKPPDSSCHGIVFPSANTQKRSKVGVVQNVNSRGR
VANVRWFRNPVVEFNCDCVMPGFKTGELGDEAEDVSVYEVMDLEAFTVRRGDFVSILPEYNASPGSGNSVASAGSSAGRN
EHGQIYPLRLEDISWARPEGTDTLNDNIPINALDNSLLMNLSAALGASSDPQLQGVGRQLNQIPFSSAAQYPQRSSVPQN
SSRPRTPCEDAYLTQPVDWLGEVVDMGIDGLVTVRLGALDVPRDIRVLIDRLFIVFNDDMDFDDISEEEIDDSDDDLSFE
EKSDSGSDWSAVAGSRFAFGANSRTPVAEDICYEGGERLDNGEEEDWLTDDGMEVDSNSSVVDMDISVASVSGGVQVTAV
EHGMETDIIEEGEGAEAAKNVTTHTCPQPAPCPPSSMPAPEAFSIPETSEKPAQFAILDTPVPSDHRFIKGYATRIEPTF
LRRMHKEHNILSTSLPDGIVVRGWESRLDLLRVLIIGPMNTPYELAPFFFDFYFPGAFPQSPPIVHFHSWTGGVGRVNPN
LYEDGKVCLSLLGTWHAEQKNEAWSAGGSTVLQVLVSLMGLVLVREPYYNEAGFGVFEGADEVSLASALYSEKAYILSRG
FVKHVLETPMSGFEDEIKWLYLPHQRGGLNLLEAVIGSTREVVKRSECEGTMTGEKAEETVRERVGSVTAGALILLKRNL
QALERIMERVSLCL                                                                  
>Tmel_XP_002841758                                                              
MASSSSSPLSPTTRIMNELANYRKEPNPALESLGPVSEDDLFHWTTVLKGAEGTAYEGGRWKIDIKIPENYPHKAPEMKF
LTSICHPNVHLKTGEICLDLLTNNWSAVCSISATLTSVQQLLASPEWDSPLNVDAAAVLRAGDTVGYESLVRVWSVLHAG
KPPTLG                                                                          
>Tmel_XP_002840834                                                              
MATRRRILKELDDMAKDTTSGMHATPLDEADMTHLQGRFAGPPGTPYEGGEFVVDIKLPDNYPFMPPRMKFITKIWHPNV
SSQTGAICLDTLSQKWSPVLTIKTALLSLQSLLDAPEPTDPQDAEVAQQMIKNPGAFRVKAQEWAHRFAGAPKAEAEVVD
LTTNPAGNIAATSSASPAGSHAAKLPRSAAPLVSEEQRRLQEYSGFPPIVIERFTPMGFPIPSIVRALEHAGVRRGRNIS
DMEAERIVELLLH                                                                   
>Tmel_XP_002840303                                                              
MFHAKRLQKELIKIHQGLPPGIHLVAANDFQEWQMDIQVLDENPLYYGKTYRLKFKFSNNYPIEAPEVMFIRATDRDIPM
HPHIYSNGVICLDLLSSGNGWSPVQSVESVCMSIQSMLTGNTKNERPDGDDQFVLRTSTSLRNIRFVYDDNTV       
>Tmel_XP_002839791                                                              
MATNQHHQSSHRRRLAQDHSTLRTTPPVDYFFPPNTTSDDLTSLQIFLAGPTQTPFESGLFQIHLRIPPTYPAEPPKASF
KTKIFHPNVDERSGDVCVDTLKRDWKPTLTLRDVLITIRCLLVYPNPTSSLNEAAGKLLLEDYEGYARHARLMTDVHAGV
PEELKGLVEESRRRGEDEDQGVGKKDPRAPGEQKRKIKQAVKPSAAVRKDKGKEKEKEKCSDSEGGDSGKENAETRRSVA
RPSPKFKQGQSAGSRLPLTAAAATTATKKELVTKKDPSKKSAASGKSSKTGAAARKVGLKRF                  
>Tmel_XP_002839095                                                              
MSAPLASAKLLHKQLKEMQTDKDLASISAGLVNDNIYEWEVILMISDDCKFYGGGFFRARLVFPHTYPHDPPTMTFETPI
WHPNIYPNGSVCISILHPPGEDQYGYESASERWLPVRTPESILISVISMLSSPNDESPANLEAAKQWRENPAEFQKRARK
CVRDSLEG                                                                        
>Tmel_XP_002838894                                                              
MSTSARRRLMRDFKRMQTDPPAGVSASPISDNVMTWNAVIIGPVDTPFEDGTFRLVMHFEEQYPNKPPSVKFISQMFHPN
VYATGELCLDILQNRWSPTYDVAAILTSIQSLLNDPNTSSPANVEASNLYKDNKREYVKRVRETVEKSWEGC        
>Tmel_XP_002838559                                                              
MSFAAANKRLLKEYKALLKESPEGIAAGPIDESNLFEWECLIQGPEETPFEGGVFPATLSFPKDYPLNPPKMKFTCEMFH
PNVYKDGTVCISILHSPGDDPNQYEDASERWSPIQSVEKILISVMSMLAEPNDESGANIDASKIWRDDRKEYEKRVRACA
RRALGLF                                                                         
>Tmel_XP_002837929                                                              
MSDYEVTLVNDNSKNSTFDSRVLKKRLLPGLPDQYPYKSPSIGFVNRIFHPNIDELSGSVCLDVINQTWSPMFDMINIFE
VFLPQLLRYPNPTDPLNGEAAALLMREPKQYEIKVKEYVAKYATKEGADAATDDSESDDEMSSVGSFDSTDEEPAGTMEV
>Tmel_XP_002837866                                                              
MSQTFNTKSPTIKRILREAEELSKNPAEDYHAAPLDENLFEWHFTLRGPPGTPYAEGIYHGRITLPPHYPLRPPSFRFMT
PSGRFEMNREICLSISGHHEDTWQPAWGVRTAVVALRGFMETEVKGQVGGIECDDETRRGIAKETGEWRCGACGGRSNGE



ILEGCRILAEEMGKGKQVGEGGAEGSVEGIKIGYRDEASKAQGGGATIAESSSVTAGELDTSTAHQPTTLPNPHPHQHSR
PSLLPMLQPQLQLQLPLRAPAQETQTPWLDKLILALIAVLIAHVIKKIASHL                            
>Tmel_XP_002837302                                                              
MTDERKIAERMLMNELKELSKENWVNAEPRDGNLFLWDIALIVVNPTSLYCGAYLKAELKIPKNYPMSPPEFKFVRPLFH
PNIYPDGKLCISILHAPGEDETSGELASERWSPAQRIFTVLISILSLLDDAEVSSAANVDAGVMLRKEPEKYKKVVKEHV
ETSKRDIPPGFKMPSLVETKPPEKEEVDDDFWCEFDGESDYGDTSDDEDMVFEDDEESDPDEAEEMNQEGEKRSSC    
>Tmel_XP_002836956                                                              
MVAKVPRNFRLLEELEKGEKGLGADGCSYGLQDGDDVMMSNWNATILGPPHSTHENRIYSLKIHCGDSYPDEPPVVHFIS
KINLPGVDPNNGKVDLLKLGRVSQWNRDNTMEKILVALREHMASPNNRKVHQPPEGTTF                     
>Tmel_XP_002836484                                                              
MATRAANKRLVREYKAITENPPPYIQAHPSESNILEWHYIITGPEKTPYENGQYWGTLVFPADYPFKPPAIRMMTPSGRF
QTSTRLCLSISDFHPKSFNPAWQVSTILMGLLSFMTGDEMTTGSISATDQERRILAARSRWWNSTGGGSGVLDPVSGIVV
PNRAPGVGIGTGGSRGGVGNGDLGRKFRGEWKDVDAENWRWLKAKNFNLASGLISAPPSASARPPAGSGVAGAAGTDTEG
ARRRQRSGSIGNTGTAGAAGVVVRRGGGWFERHRVLVGIVFLFVWALLARSLE                           
>Tmel_XP_002836384                                                              
MALPKRIIKETERLVAEPVPGINAVPHEDNLRYFDVTIHGPTQSPYEGGIFRLELFLPEDYPMTPPKIRFLTKIYHPNID
KLGRICLDVLKGNWSPALQIRTILLSIQALLGAPNPDDPLANDVAQRWKEDERAAIETAREWTMTHARV           
>Tmel_XP_002836121                                                              
MTQPQKRASSSFSSGPSSRISSEITSPEDTGNPSEVDVLNLRNWWTALHPKGRCCSQCNNELHFESVTTDTLRNQLDSIY
RIKNAVRNAEKVEKHRKEIEEKAREETISRLAKWGRVKRLASGNGPSMSKTGLEIDKENIEDEGKEKEKEKEKENGNAQD
GKSGKDAKGKGKEKEDKPNAKKISQIFGTECCPKCRTYLCIACLKPAKPESDQKWEDLNGANPDGNDTSPRTSERSFRDD
KRLWCCSDGKLVAILLCLGIIDEEFLGLSANGNSLSSASAGRGIKGTLRRSLRSLKDKITDGPHPAKPLVSKPERKTRTK
GTKDKGTGYGSGAYTASMFGFDTSDSMDWDFPEDESDFDDGPLMFSDLEFPVTDSGIGKLSEKIAAQVAALSGPPLASTK
PLGVTHNSQAQPEPTPAPKIKPPPGLSTPEGLPLASATPLFFPNQPFQPPPGPSTVEAVPLTSPLLQLPSEYQFKPSRGF
PIANGLPLKAPPPYSPSNTASNEPANPKAPPMPMVYPYHGFGLGRGATPLSGLPYSLPHAPPHPAVKTPMAPGHQYHPSF
FQGPSKPLTNSPGGPSSAKDPLPNSIEGIPGLPIFQNATGPPLSASDMMQHLKSYVAQHPEAGLSPLGYIPAYIPASSDP
DHANTLLEAVGAPSGFADDGIVVPHLWPGPPEAFHSRSTLKPQVMPTHPPLPSKQIMHDKMLYAVVRTLIRLLSDSGSEN
ELQYAMPDVTLSMLRASMLAEKMEELLRNDSIQDISIHSEVYLALVALLNRLSDNPSLEFLILENRRSKLFTSGIMKITQ
SKPAIDLLAEIGPKTRGKAAAAVEERKRAEVLMYEDGFSRHSMVQVMSKLSTQAKVFLNCVGKTKGDEFEGTEAAKTLKI
CMEIAAIGEKLLKLSSRNASNQNRSSSISSKSIEAPPQITSPPAAPVLDLGYHDGMAFEYVEGVVTTHYWNSQATSLTTS
PRGRVLHLSREMATMSTSLPQGVFVRVEDGRPDIIKAMIVGPCETPYEGGLYEFDIWAPANYPSGPPMCQFKTTGNGTVH
FNPNLYNCGKVCLSILNTWSGASSERWQPGTSTLLQVFVSIQSMILCAAPWYNEPGRREGTRKKDAEEFNSRVRVNSVKW
AMLDWLKDSSKRNGIWKDVIEAHFKANQGYLLELVKEWAKKDPRLTNSGANVGTNKWNSYEDTSGIAQNYALALEEEFSK
L                                                                               
>Tmel_XP_002836119                                                              
MAQAAKRITREYTEIEANPPQGITIQPIDEDMFKWNIEITGPKESIYAGGTFKLLLTLPTNYPFKPPVLSFQTKIYHPNV
TNDDKGSMCLGILRSDQWKPSCKILAVLEMARGLLMEPNPDDAVETSIAEQYKNDKAAFEKTAKAWVKQYAK        
>Tmel_XP_002835997                                                              
MADIRRGEDDGSSKFTFTSKDLSKVDITVFVPDLDEYPKAHKYLIYVTSEDVPENFTSSLERVQDACSGHNLPHLLGRIV
GALTLSPDPTDESSDDEDEDTELESDLDWEADIPDGAVRDLPGDCRSSAPKNWEEGAPTKTFTRKLKLQLKEDLRHVCEA
GFRVGVFGDFKGEVFYITISIRISKLGISDEALAAWLLDKDKYFIVIIHYTNLYKTLEWLLQPENRSRVRREMQMWAGLS
TSYKPSLYECIQVFTKVKDRGSAGLDGVKGGEVGGLHSFFMSNAITELLNLRLVPLIKYRLQGDLGWEGAEALFKDIEAF
PTAPPMEYQKYRDLQSEPKTALNPIVAADALSKQQFRGIGRSFPLIAMQYAIRHLVRCTEFCLVCHDKIQSDFEAMKPYV
CDSPLCLYQYMSLGFGPSIESEILTQPTVVDLLVSFCYRAAEALKLRTFPTGMNILVPSESKHQARYFEPANRVVFSTPF
GSPGVKVGDWIYFSPCKDRAPCHLRVAEVYWPEVHVERPINVPQDSRNQLPSSPLADSAPPAFYNSTQGEGFAGSVCVHT
RAFDEVNIRMKCLAITRLLDLLPSVGEMRAWLKSNSLSGLNASLRTWVDRILPSSLNILRWIIASNRSCIVPADHELGAD
GLPVAMRKNDSKVLGVSDCLQFRFAMGAPDKEQRFVNSVKEAGDRLNLQYPTLFAFHGSPLANWHSIVRSGLNYESMAHG
RAFGNGVYHSLDMGVSLGYSTNRTNHGWLESILNVQNAVCLNEIVNAPREFVSSSPHLVVDKLNWIQTRYLFVKVANIDI
QTPTSPLSDNVEYLQQDIRFSPRGRAGIALQIPALGSKSHIQAGAPNARTKDLQTSLPNSPDRSVLDEFSMLDSATNIID
VENDDARSDTTETTDVMAYFSDEEDENMENKNTSPHCSDTGVILFQPDTHNISSVLLLPPPTYASPAGTRRLTADLHHLL
SLQKKYPLEELGFYMNPSSVSNVYQWHIELHSFPPDIPLSADLAAKNLSSVLLEFRFGPNFPMSPPFVRVVRPRFLAFAE
GGGGHVTAGGALCMELLTNSGWSAASSMESVLLQIRMAITSEVKPARLVPGVVRDYTAGEARDAYVRACRAHGWKVPQDF
LKMI                                                                            
>Tmel_XP_002835870                                                              
MDQSTETTNTSGPGKSTTTLNGGQSVSKRLQTELMQLMMSTTPGISAFPTDGNLQHWTGTINGPEGTPYESLTFKLSLEF
PSNYPMAPPTVLFTTPMFHPNVDMSGRICLDILKDKWSAVYNVQSILLSLQSLLGEPNNKSPLNGQAAELWDKDPKEYKR
LLMLRHKEAED                                                                     
>Tmel_XP_002835764                                                              
MNQSVIRLTRELNEIRKSNDLSIAVACRESDVRNVKATILGPPDTPYEFGFFEFALKFGRDYPTKAPTVTALTTNSGRCR
FNPNIYAVGKVCLSILGTWRGDRGEEWSSAQGLESILISIQSLMSSNPYENEPGFENANQPHDKDNQKAYVLKIRHETLR
VSIISRLEDYLGINPDGTVQPPPIIPEQDIYDDDSSMMDSEASAVFEPFKDLCKRRFLWYYDTYLASIKVESEKVTDGAQ
FTKMPFEHAGNAMEGKFLYSELERRLKFVKERLDHETASWAAEGLILQDKESGVAANLQRQFEQTVEHYKKQDSVTIDIE



LVDDNPFLWRVTYFGRPMTNLDGGLFNIHLAFSPRFPDEQPRAKFVTPLYHHQITTDGIPCYIPQRYDEGRHHIDAIIQL
MEDESPPYDPRTQVNQEASKLYWGSKEDKREYNKKLRRYVSSVQRSMEG                               
>Tmel_XP_002835470                                                              
MALKRINKELSDLGRDPPSSCSAGPIGEDLFHWQATIMGPADSPYSSGVFFLSIAFPTDYPFKPPKVNFTTRIYHPNINA
NGSICLDILRDQWSPALTISKVLLSICSMLTDPNPDDPLVPEIAHVYKTDRARYEATAREWTRKYAI             
>Tmel_XP_002835125                                                              
MSLCVNRLQEERKQWRKDHPFGFYAKPAKTPQGGLDLMKWSSGYDISRRQAITHWPHLYEYPTKPPKCKFVPPLFHPNVY
PSGTVCLSILNEDEDWKPAITIKQILLGIQDLLDDPNPESPAQADAYNLFRKDRPAYEKKIKYIVRENPAP         
>Ncra_1082NCU01188                                                              
MSYRTTASGATTRLMSEMKALRKEKWIHFEDDDSATLNILKWRFGLMVINPDSAFNGGYFRAEMVFSDEYPYQPPKFRFL
IPITHPNVYPDGQLCISILHTPGEDLMSGEQASERWSPLQGAESVLRSVLLLLDDPEINSPANVDAGVMYRDRREDYNKK
ARETVERSKKDIPPGFEMPVSFEEKPPPKAENDDDFWAESDEEFDFGGSDTGDDDEMEDFEDGEEGSEDDDDDSNSKQ  
>Ncra_1117NCU01225                                                              
MATTRERRVAKELQDIWNDRETSGVMAEPLDSSNLSHLKGSFSGPPDSPYAGGTYEVDIQIPDKYPFKPPSMYLITKIWH
PNVSSVTGAICLDILGTAWSPVGTIKTALLAVRMLLESPNPKDPQDAQVAKMLMENPKLFARTAHDWAVKYAGAPRVDKI
PLKYDETAKEGSRNDASRYAGYNKDLVDRFVNMGFDVEKVVDAFKFVGIDRNGGADYELEEAYMGDITARLLGEQ     
>Ncra_1151NCU01268                                                              
MATPKFNSKSPTIRRILREAQEISASPSPDYTATPLESDLFEWHFTLRGPPNSVYADGIYHGRIVLPQAYPLRPPSFRFV
TPSGRFEANREICLSISGHHEETWQPAWGVRTSLVALRSFMETDPKGQLGGLDATEAVRRRMATESRAWKCQACGKTNEE
IIWECEEAAKEHQGEGQAEVEVPSDLKMGWRDEMDKNSSGAVAASRSGAQQDEEDAESAELAEGFVQTVPLPPAPQPRSV
GVTSSSSTPAQPGQGVPQPTRTIPLPSQFNPHPPPMMQHRRPQQVRVSNDEVTFWIDRLIVVLSIALAAMILKVFLA   
>Ncra_1882NCU02113                                                              
MALPKRIVKETERLMAEPVPGISAVPHEDNLRYFDVEIHGPSQSPYEGGVFKLELFLPDDYPMTPPKIRFLTKIYHPNVD
KLGRICLDVLKNNWSPALQIRTILLSIQALLGAPNPDDPLAPDVAKTWKENPSVAVATAREWTQQYALPSQ         
>Ncra_2046NCU02289                                                              
MALKRINKELADLGRDPPSSCSAGPQGEDLFHWQATIMGPADSPYTGGVFFLNIQFPTDYPFKPPKVSFTTRIYHPNINS
NGSICLDILRDQWSPALTISKVLLSICSMLTDPNPDDPLVPEIAHVYKTDRARYEATAREWTRKYAI             
>Ncra_2363NCU02636                                                              
MSNRSAAKRLIKELTTWSNIESKEEKGVERLGPINDDELLIWEAVINGKGVGGGYDEGRWLLHITLPPTYPLHPPTIKFI
TPIVHANVALTTGEICLDLLKEAWTPAYSVLECVRAIRLLLSCPGIDSPLNVDVAALIRQGDHVAARGLVELWVEEERYE
GS                                                                              
>Ncra_2411NCU02688                                                              
MDQSVFRITKELSDLQKDSDLSLAVACRDVDVRNVKAMIIGPHETPYEFGFFEFAFVFNKDYPRRSPQVQATTTNDGRTR
FNPNIYANGKVCLSILGTWRGERGEQWSAAQGLESILLSIQSLMSMNPYENEPGFEDAKEAQDQKNQKDYIQKIRHETIR
ISVVHRLEEYLGINPDGTFAPTSVSGEIASLGSGESDMDILDEESSVPFEPFKDLCKRRFLWYYDSYLAAVEKGKSEVKD
NQSFVRMPFESLGNGMEGKFNYTELEKRLKVIKAALDAETEGWAAEGLQAKAQETTVAVNLQRQFEQVVEHFKRRDLAHS
IELEDGNPFVWLVTYFGKPMTNLDGGLFRIRLCFSARFPEEQPRARFETKIFHHRIAADGTPCYFAPQNRREDVRTHLEA
IIDALEEESPPYDPRTLVNPEAFKLFWGSADDRKMYNRRLRRSVQQSMEEF                             
>Ncra_3229NCU03610                                                              
MLKIWSMKKEQQKAENAAGAESGGKKKKVTAAQLRVQKDLSELSLGSTMKTEFPDPDDILNFILYIEPDEGMYKGGKFSF
TFNITPNFPHEPPKVQCREKIYHPNIDLEGKVCLNILREDWKPVLNLNAVIVGLQFLFLEPNASDPLNKEAAEDLRSNRE
GFKRNVRTAMSGGTVKGQTYERVVQ                                                       
>Ncra_3239NCU03623                                                              
MSLNVAQRRLLQEYRALTNNPPEGITAGPISEDDLLHWECLIQGPEGTPFEGGVFPAELKFPNDYPHMPPTMKFLGDIFH
PNVYPSGLVCISILHPPGDDPNHYETASERWSPIQSVEKILLSVMSMLAEPNDESPANVEAAKMWREKRSEYEARVKASV
RASLGL                                                                          
>Ncra_3833NCU04302                                                              
MALCQNRLQEERKQWRKDHPFGFYARPQKNQQGVLDLKIWECGIPGKEKTIWEGGLFKLTVTFPDEYPTKPPKCKFVPPL
FHPNVYPSGTVCLSILNEEEAWKPAITMKQILLGIQDLLNDPNPESPAQAEAYNLFKKDRQEYERRIKRVVRENAAP   
>Ncra_4033NCU04513                                                              
MASTKRIAKEFADCTTAPPPGISITLPSDADLHTWHVTVTAPPNSVYAPGRFGLILKLPTDYPFKPPTINFTTRIYHPNI
TNDSLGNICLGLLKSENWKPASKIISVLEAVRNILVEPMPDDALEQRIADEYRRDRPEFEKNARAYVERYAKGSVNFVQA
PPPPEKKDGAPAGATTTGAVNPGRAAGRQGGASSGSASRPAPPA                                    
>Ncra_4907NCU05592                                                              
MATRAAHKRLTREYKSITENPPPYITAHPSESNILEWHYIITGPENTPYHGGQYWGTLIFPPNYPFAPPAIRMHTPSGRF
TPSSRLCLSISDFHPKSFNPAWEVSTILIGLLSFMTSEEMTTGSVSATETERKFHAARSRWWNSTGGGSHLRPNGAAGKG
NVKAGDGGAKFRSEWPEVDAENWRWIKENNIDPATGNRPEPVNASSCGPQLGIAGSSGGQAHAVVDVVMQQRDAGQGWMS
RHKWLLAGSFFFFYVLMVRIFGEA                                                        
>Ncra_6404NCU07264                                                              
MAQSSAAATQLRKELKQMQKDTDIPGISCGLVNDNNIFEWEVMLMIPDEVKYYGGGNFRAHLHFPPNYPLMPPTFTFQNP
IPFHPNIYPSGELCISILHPPEEDKYGYEDASERWSPARSPEKVLLSIISLFSDPNPDSPANVEAARLLREEKEGKHKEF
RKRCRACVRESLGEE                                                                 



>Ncra_6773NCU07665                                                              
MTTSMPFSRMGNLPAVRRQHLLAEFAGLKQACPNGVFVSLTPGDPNLWSGVIFVRKGPYANAVLRFQVSFPDSYPNLPPL
VTFSTDMFHPLITPLTTYMYSTDVQHNGTVSATDEERLPPGGFSLRHGFPHWFGRASRSRGERGSGDQRGRPPASLQMTP
PPDTRKVQTGNRSEDGTKNGGGTEGTPESTTEANADAASDCSRSAARRDVSTYEVLRYIRSTFDDANVLDSVPLEAAGNP
GAWHAWRTHRRQQAANVTSSPASVKSDLDSNSIKIDETITSPSPSGTAETSSATSTSAAPKRPDEWNWDGVWEERVKRGI
ATSLSEPVLFGNAGAADEVINFISMEEADVEGTKQNLLRTLGAIP                                   
>Ncra_7397NCU08345                                                              
MGDIQNSAPTFGARKNIDPSQNAVKRLQTELMQLMTSPAPGVSAFPSADGNLLSWRATIEGPEDTPYAGLTFKLSFEFPA
NYPYAPPTVLFRTPIYHPNVDFSGRICLDILKDKWTAAYNTQTVLLSLQSLLGEPNNASPLNGEAAELWDKDPTLFKTKV
MDRHRDIDDD                                                                      
>Ncra_8068NCU09122                                                              
MPVQFAAKRLGKELNKIQNGLPPGIELVSADNLEEWLLDIRVLDNNPLYLNDTYRLKFRFGQSYPIEPPEVVFVKQADRP
IPIHPHIYSNGIICLDLLGQQGWSPVQSVESVCMSLQSMLTGNTKNERPPGDEEFVRANKQRPKDIEFYYHDNTV     
>Ncra_8627NCU09731                                                              
MSTAARRRLMRDFKRMQTDPPAGVSASPVPDNVMTWNAVIIGPADTPFEDGTFRLVMHFEEQYPNKPPSVKFISEMFHPN
VYATGELCLDILQNRWSPTYDVAAVLTSIQSLLNDPNTGSPANVEASNLYKDNRKEYHKRVRETVEKSWED         
>Ncra_8883NCU10046                                                              
MSSPRRRIETDVMKMQEFYVRFKGPAETPFEGGIWKVRVELPDQYPYKSPSIGFVNRIFHPNIDELSGSVCLDVINQTWS
PMFDMINIFEVFLPQLLRYPNPTDPLNGEAAAMLLREPKTYENKVKEYVQKYASKDAADEADAESEDDGELSSVASFDEE
DDEEAAGKMDDV                                                                    
>Ncra_8986NCU10477                                                              
MAVAQVPRNFKLLAELEKGEKGMGAGACSYGLEDPEDILMTHWTGTIWGPPHGNHENRIYELKMECGANYPKEPPVIHFV
SQINLPGVSQTDGRVDPNYVGILRDWTRISAELSRNPRPKEDPLSLEAALIAIRKYVHGRAQEAPAASRGLQVPHVQVNI
YRYRIEATGS                                                                      
>Scer_SCRT_00344                                                                
MSRAKRIMKEIQAVKDDPAAHITLEFVSESDIHHLKGTFLGPPGTPYEGGKFVVDIEVPMEYPFKPPKMQFDTKVYHPNI
SSVTGAICLDILKNAWSPVITLKSALISLQALLQSPEPNDPQDAEVAQHYLRDRESFNKTAALWTRLYASETSNGQKGNV
EESDLYGIDHDLIDEFESQGFEKDKIVEVLRRLGVKSLDPNDNNTANRIIEELLK*                        
>Scer_SCRT_00422                                                                
MASLPKRIIKETEKLVSDPVPGITAEPHDDNLRYFQVTIEGPEQSPYEDGIFELELYLPDDYPMEAPKVRFLTKIYHPNI
DRLGRICLDVLKTNWSPALQIRTVLLSIQALLASPNPNDPLANDVAEDWIKNEQGAKAKAREWTKLYAKKKPE*      
>Scer_SCRT_00456                                                                
MSSSKRIAKELSDLGRDPPASCSAGPVGDDLYHWQASIMGPSDSPYAGGVFFLSIHFPTDYPFKPPKVNFTTKIYHPNIN
SSGNICLDILKDQWSPALTLSKVLLSICSLLTDANPDDPLVPEIAQTYKTDKAKYEATAKEWTKKYAV*           
>Scer_SCRT_00461                                                                
MSSRKSTASSLLLRQYRELTDPKKAIPSFHIELEDDSNIFTWNIGVMVLNEDSIYHGGFFKAQMRFPEDFPFSPPQFRFT
PAIYHPNVYRDGRLCISILHQSGDPMTDEPDAETWSPVQTVESVLISIVSLLEDPNINSPANVDAAVDYRKNPEQYKQRV
KMEVERSKQDIPKGFIMPTSESAYISQSKLDEPESNKDMADNFWYDSDLDDDENGSVILQDDDYDDGNNHIPFEDDDVYN
YNDNDDDDERIEFEDDDDDDDDSIDNDSVMDRKQPHKAEDESEDVEDVERVSKKI*                        
>Scer_SCRT_00562                                                                
MSSLCLQRLQEERKKWRKDHPFGFYAKPVKKADGSMDLQKWEAGIPGKEGTNWAGGVYPITVEYPNEYPSKPPKVKFPAG
FYHPNVYPSGTICLSILNEDQDWRPAITLKQIVLGVQDLLDSPNPNSPAQEPAWRSFSRNKAEYDKKVLLQAKQYSK*  
>Scer_SCRT_00885                                                                
MPNFWILENRRSYTSDTCMSRIVKEYKVILKTLASDDPIANPYRGIIESLNPIDETDLSKWEAIISGPSDTPYENHQFRI
LIEVPSSYPMNPPKISFMQNNILHCNVKSATGEICLNILKPEEWTPVWDLLHCVHAVWRLLREPVCDSPLDVDIGNIIRC
GDMSAYQGIVKYFLAERERINNH*                                                        
>Scer_SCRT_01060                                                                
MSTPARRRLMRDFKRMKEDAPPGVSASPLPDNVMVWNAMIIGPADTPYEDGTFRLLLEFDEEYPNKPPHVKFLSEMFHPN
VYANGEICLDILQNRWTPTYDVASILTSIQSLFNDPNPASPANVEAATLFKDHKSQYVKRVKETVEKSWEDDMDDMDDDD
DDDDDDDDDDEAD*                                                                  
>Scer_SCRT_01086                                                                
MSKVPRNFRLLEELEKGEKGFGPESCSYGLADSDDITMTKWNGTILGPPHSNHENRIYSLSIDCGPNYPDSPPKVTFISK
INLPCVNPTTGEVQTDFHTLRDWKRAYTMETLLLDLRKEMATPANKKLRQPKEGETF*                      
>Scer_SCRT_01716                                                                
MAVEEGGCVTKRLQNELLQLLSSTTESISAFPVDDNDLTYWVGYITGPKDTPYSGLKFKVSLKFPQNYPFHPPMIKFLSP
MWHPNVDKSGNICLDILKEKWSAVYNVETILLSLQSLLGEPNNRSPLNAVAAELWDADMEEYRKKVLACYEEIDDY*   
>Scer_SCRT_01918                                                                
MSKTAQKRLLKELQQLIKDSPPGIVAGPKSENNIFIWDCLIQGPPDTPYADGVFNAKLEFPKDYPLSPPKLTFTPSILHP
NIYPNGEVCISILHSPGDDPNMYELAEERWSPVQSVEKILLSVMSMLSEPNIESGANIDACILWRDNRPEFERQVKLSIL
KSLGF*                                                                          
>Scer_SCRT_02885                                                                
MSSSKRIAKELSDLERDPPTSCSAGPVGDDLYHWQASIMGPADSPYAGGVFFLSIHFPTDYPFKPPKISFTTKIYHPNIN



ANGNICLDILKDQWSPALTLSKVLLSICSLLTDANPDDPLVPEIAHIYKTDRPKYEATAREWTKKYAV*           
>Scer_SCRT_04255                                                                
MKLRQLQKKKQKENENSSSIQPNLSAARIRLKRDLDSLDLPPTVTLNVITSPDSADRSQSPKLEVIVRPDEGYYNYGSIN
FNLDFNEVYPIEPPKVVCLKKIFHPNIDLKGNVCLNILREDWSPALDLQSIITGLLFLFLEPNPNDPLNKDAAKLLCEGE
KEFAEAVRLTMSGGSIEHVKYDNIVSP*                                                    
>Scer_SCRT_04458                                                                
SSSKRRIETDVMKLLMSDHQVDLINDSMQEFHVKFLGPKDTPYENGVWRLHVELPDNYPYKSPSIGFVNKIFHPNIDIAS
GSICLDVINSTWSPLYDLINIVEWMIPGLLKEPNGSDPLNNEAATLQLRDKKLYEEKIKEYIDKYATKEKYQQMFGGDND
SDDSDSGGDLQEEDSDSDEDMDGTGVSSGDDSVDELSEDLSDIDVSDDDDYDEVANQ*                      
>Scer_SCRT_04578                                                                
MATKQAHKRLTKEYKLMVENPPPYILARPNEDNILEWHYIITGPADTPYKGGQYHGTLTFPSDYPYKPPAIRMITPNGRF
KPNTRLCLSMSDYHPDTWNPGWSVSTILNGLLSFMTSDEATTGSITTSDHQKKTLARNSISYNTFQNVRFKLIFPEVVQE
NVETLEKRKLDEGDAANTGDETEDPFTKAAKEKVISLEEILDPEDRIRAEQALRQSENNSKKDGKEPNGSSSMVYIGIAI
FLFLVGLFMK*                                                                     
>Cneo_XP_572712                                                                 
MSNLAQARLHEERKQWRKDHPFGFYARPTKAADGTLNIMSWEVGIPGKAGTDWEGGMYVVKMNFPDEFPTKPPKCKFDPP
LFHPNVYPSGTICLSILDEEKSWKPSITVKQICLGIQDLLEHANVNDPAQVEAYHMFKNDRTSYDKRIRQQAVERRPK  
>Cneo_XP_571703                                                                 
MMPPTPRTNASSSSSPYPPSRPNSAKPAISSNGNSSTANSSLILRKQLMELQKHPVDGFSAGLVDDDNMLEWDIVIMGPV
DTLWEGAILKARLIFPPEYPLLPPKMIFDSEMWHPNIYNKGDKKGEVCVSILHQPGEDEWGFEDAGERWLPVHTVESVLI
SVISLLSQDVPDLSSPANVDAAKEVREDYPSYKKKVKRLARRSAEEAYD                               
>Cneo_XP_571537                                                                 
MQKSPPPFIWACPEEKNILDWHFIIRGPPDTPYEGGEYHGLIWFPSDYPFKPPDVKLFTPSGRFEVGHKICMSMTSYHPS
TWNAAWSVATILTGLLSFMLSNEITAGAVKSTNEEKRLLAKQSHAFNLKSKKFRYATPEMTDLPDMGGPAASSVSLSEPL
VI                                                                              
>Cneo_XP_571495                                                                 
MAKVPRSFRLLSELEHGEKGIGDGSCSYGLKDGDDIAMYEWNGTILGPPHSAFENRIFSLSIYCGDNYPDVPPLVKFESR
ISLPCVNQQGLVDFSRINSISKWNRNFTLETVLVELRRDMASPANRKSSQPPEGVDFPPLDLRALAQQRGL         
>Cneo_XP_571364                                                                 
MALKRINKELIDLGRDPPSSCSAGPINDNLFQWQATIMGPADSPYSGGVFFLSLTFPTDYPFKPPKVQFTTKIYHPNINA
NGSICLDILRDQWSPALTISKVLLSICSMLTDPNPDDPLVPEIANTYKTDRARYEATAREWTRKYAT             
>Cneo_XP_571272                                                                 
MPLPPSLPGLPDDYTPQYFGNDIVVGLDSEGQYKAKVLRCWSDEDGSIIPPPPPGQEAHPLDRPLKRGEVGISHLSTGQL
AIVPESALRLFQREFLKGDIVKRSLTSQESALVVNVKTEIKLQHALTGEELDQWVKYEDVSNALEIDARDRVVYGNWVGT
VEEVFENGFVETKLGRYYRIAEMGGLLEVGRRVEEVLPKNLFEQLAAMPKPLPDFAEPQTDRVLKIDPVVVYVIWNAINQ
KLPPSEQEKFKEPEPFWYGENLKKLAFFDTTHSQPPSIGSTVDFVSEDARRTPGDRDHRFIADCNLNSYETWPGEHVMWR
GDNGERRHAVVQKFDPYQRVAELLFMDDQTKELVPVMELDPGGRSGSNAYGVSIGQMVLLCGDNGSVPPEVPSFGQHETP
VKNMWARHEFVKLGEEYVSGDLKFGWYPPEGDKQSVDWWGEVVQLHLNGEVTVKLANGDLKTVGIKNLAILNDPGSDMID
ELGPEMNEGEAMDEDEFDEFDEWQNGLRGAHGGFVFDGAQVHDLQAMLSRLKESHQPEESENSWETMSEDDIHDVDTEGE
VMEVDEMEEEEEERAIAQAEAAGRRQEQSGVPLVEQQSFPPVKPLASQPLQKAEPRAGPSTAIPSTSRAPLPKESLDEDD
EQWERFEMLEQAPRDHHFYNELSSGAAAKSYHSRIQKEHRALQSSLPENILVRTYEDRLDLMRVLIIGPEGTPYTDAPFV
FDVYLNPTKFPNEPPIVHFHSHTNGHGRCNPNLYEEGKVCLSILGTWSGDESESWNPSKSSLLQVFVSISGLVLVRCPYH
CEPAFAKLEGTREGKINSRLYSEKAYVLSRTFVRTALERPPTGLESEIRYFYLTRGRLRSVIDHAQRLIEKGEVGQSIEQ
EEENAEMWNADAMGRLTMGAIITLKRTIGSLQKIWDTQSS                                        
>Cneo_XP_571078                                                                 
MEEWIFTIACRPLTARCRASNSLLGSNLKIGILLRCHKYVTFVVDDMWQAPIHPHIYSNGHICASILGNDWSPVLNAVSI
CITMQSMLASNKSKVRPEGDQRYVRNAPANPKLTSWKYDDDVCTNEILNRVLTIIIQTV                     
>Cneo_XP_571010                                                                 
MADSPPGISAAPKDDNLRHFDVTVAGPDSSPYEGGVFKLELFLPEEYPMNPPKVRFLTRIYHPNIDKLGRICLDILKDKW
SPALQIRTVLLSIQALLGAPNPDDPLANDVAQHWKENQNAAIAQAREWTRKYAQ                          
>Cneo_XP_570886                                                                 
MPKLNLRSTAVKRIMQEAAELAAADVDDDGFVAAPLEDDIFEWHCTMRGVPDSEYDGGLYHFRIVLPPSYPMSAPDIILL
TPNGRFELGKKICIDGLTSFHAGSWQPAWGVRTAIVGLRSFWMQSGEALSAIGALDHSKEERKRLARLSAEWKCPTCGIK
NEEIMPRYPAAVDEKEGGKGGNEDVKQYMDSGDTVDYAAACALKAEHIEEAGDRGLDSEHLESRPTEPEPQAEATDLRAS
ASPEVISTSAVQTSPSSTQITLEPCRTVPLWLDHLIGGFCIALGLAICKRVGTYILS                       
>Cneo_XP_570851                                                                 
MFGNNNSRSQSSTATRRLMKEYRDLTADPLQDTITAGPVSEDNMLEWEALIQGPEGTPYEGGVFAARLVFPSDYPLNPFT
MTFDPPLLHPNIYPNGLVCISILHPPGDDPMQYESASERWSPVQGVRSVLLSVLSMLAEPNIESGADIECCKLYRDNKPE
FERRVREQVKNLLGI                                                                 
>Cneo_XP_570639                                                                 
MALTPQALRLLSRQIMALKSDPPEGVRIAVGEEDFTALEGWVQGPSGTPYEGGYFRIRFAFGSEFPNLPPKCTMVTKIFH
PNISKSGEICVDTLKKGWKKEYGVGHVLITIKCLLIFPNPESALDEEAGKQLLEDYEGYSKYARLMTSIHAIPKVAPPEF



RVAKMSRSDEHMPTGTSPSPMNNLLHRPIPLGNSSSQEQGPILSHPGQHVQDAKNDLKAFGNSRAACSGGIKTAPMSKVK
RGAKRL                                                                          
>Cneo_XP_570451                                                                 
MAPTRPPNVEMATKRIKKEIADLAKEDLGSIILAPEETNILHWKARIPGPVGSPYEGGVFDVDIRVPHDYPFSPPHLQFM
TKVYHCNVASNGAICLDLLKTAWSPALSLYKVILSLSSLLTDPNPADPLVPPIASEYRNNRRKHDATAREWVRKFALPKS
NPPPAQLKPKLQPPALRRTISRSLPDSTSPAPPPQLAGQRRVILEVGDSDDEGDIQVLGDSSRGNSSQPAAVTTNGAGRQ
KRARTSGQGGSAGDAIVIDE                                                            
>Cneo_XP_570224                                                                 
MSTPPANITVVPDEANLQVWRVRITGPPGTPYAKGTFTVSVEFTKEYPFKPPVIKFETRTYHPNIDNDGNICIGLLKTEQ
WKPATKMDNVLREIYNLLAEPNPDDPLVTSIAEQYRTDRKTFDKRAAEFVVKYAS                         
>Cneo_XP_569863                                                                 
MSDARLRRVQKEIKDCAKDKTSGIAIEMIDDNPFHLVGAFPGPPDTPYEGGYYEVDIQIPETYPFQPVKMKFITKVYHPN
VSSASGAICLDILKDAWSPVLTLKSTLISLQSLLCEPIPSDPQDAQVAKHYLTDRNSFNDTAKHWAQAYAQAPAHKQQNA
RGKVATDAELAGLAEEHVVSFIDMGFPRDKVISVLRRRNYRGNNVNAATYNSCLEELLQD                    
>Cneo_XP_568116                                                                 
MGDPALSQLIDMGIPVGRARAALKRSKGDAMSAAERVFAGEFDDIPSDDEGEDGTEGSSSVQVKADPVVIDNNEDDAMDE
DEMGHEDEEDDYDDMNDGNFDYDEDMSDGEQMASDPYAGIFFSKNRVEEIIEPIETEETMTISIPGGSTVEVKILGRGEW
MSGCPEGGEQSFLFQLYNTLEEGGMPCSAGCGHSFTRKKQDFFCLFPKFPQYTTYLNSIIRPNCPQCHQITCLACGERVD
RPSALHSQHSKDKAPMTSAPSIPSETTQEALLHCPNLQGVILGVGLHMIEKTFSQGRDHNSCAEKSGRTPPSKKRKTDDN
PPFLKGKGAVKGTGYAGNVQEDRTGQVAAEKAQKKADQKVATILQQVQHFLPNPHRAGGPATSDYLVHPTALAHLRRRST
FMNDLLRNDSLFDMSQRGDIYRALFDWLEIVSNNESLASMLGMPQMRPAKSVPSPTVSNSLIVTYEGAPSPRELLENIVL
QAKAALKGLEGIQPAQIEGIALTEEELRTNIKEMEKKEAERIEKESLDENSVLKAFCLTEQSSLRIIKSAEIIDKRLVET
KGKAFVQRMKEQLPRIDESGVQIEENPVENGTDEEIIKIYEEWATRARFQYVDLRAGSDITGAPSYKHAYSTLIAGIELN
NAPKRSLAIAKELAILTTSLPVAWHSSVFLRVDEARVDVLKAMIIGPEGTPYENGCLLFDIFLPLEYNQRCPLVKYMTTN
GGKWRYNPNLYADGKVCLSLLGTWQGPGWIAGQSTLLQVLISIQSLILCEEPYLNEPGWANMSGSAQSKAYNANIRRMVL
ADAMANNIKSPPHPFENEIKTHFRLKAKAIRQQIEKWREMDDSKEVEADYWGGAHTSAASALSNRSFEAAAKEVLRLLDE
LEGKVQPVPKAEEEARIKSPKEEKKKSSSVIWNKMIGGSKKKSKKDV                                 
>Cneo_XP_567481                                                                 
MIKLWSVKKNEEAAAKKRPKVTAAQLRIQKDLTELDLPSTMKTVFPDPNDVLNFKLTITPDEGIYKGGVFTFSFVINPNY
PHEPPKVKCLEKIYHPNLDLEGNVCLNILREDWKPVLTLSSVMIGIQYLFLEPNPDDPLNKDAAEDFRRNRESFIHNVKT
AMRGGSIRGESFDRVLP                                                               
>Cneo_XP_567303                                                                 
MKLLMSDYDVTLVNNKMSEFFVKFKGPTETPFANGVWKIHVELPEQFPYKSPSIGFMNKIFHPNIDETSGSVCLDVINQT
WSPMFELINIFEIFLPQLLRYPNPADPLNGEAASLLMRDPKAYAKKVESYVERFASAEDADQAGGDDESDEEYEPVPPKV
KAKTNGVNGNVNGNGNGQPNGHANGNGNDNASGVNGVNGHGEEHEEDDEEDEDEKMSDMGEFSEDEEDIMGTMD      
>Cneo_XP_567181                                                                 
MSTAAKRRLIRDFKRLTSDAPIGISGSPNPDNIMVWNAVIFGPPETPFEDGSFRLTLTFTDAYPNKPPTVRFISKMFHPN
IYANGELCLDILQNRWSPTYDVAAILTSVQSLLNDPNPASPANVDAAQLFKENLKEYERRVKKTVELSWVDNADEIEAEV
VEADEGSSS                                                                       
>Cneo_XP_566656                                                                 
MIPSPRSFLAGWRPETQTSPDIPPLVAAEIAQEYASLRVPNGCPKGMFLVPTEETLLRWHGVLFLHHGPYSGSILRFTVD
FPSNYPQSGPTVRFNSDVFHPLVDARTKIWHPRGNKMQWRPKVDHISRLLHELKSSFSRVTLDLIEEREAVNKHVWSLYQ
HSRQTFISLTAQRAVHSASQTVLFPAVYSQSPSSTTPPRRRQTSLNSLSSDDGLGPTEPLINFKEVNLDEKEQLLARLRS
AY                                                                              
>Ccin_CC1G_00282                                                                
MDAKISQLMDMAKAALKRYGDVMEAAEAIFEGRFDNLKDEDGDVEMPAAKSRESAKRKSTPSDDEDDEGEDGMDEDDDED
DYVDYDSDFGETIDKGNGAPDVDPYAGIFFSKDRREEVIEIEEVPETYTPPGSNESLKMLTQGQWMKGCPEKGEQGFLFG
LYSQLSDPNFNCPHDCGGMIQRRKGDFFALHSDFTSYIERLRSIVRARCQRCHSEVCLACREPVSPEKEKAKSTTSANDP
LFHCADLQGLILGVGLLMLEQLFQNKDESAVVDQGSRTSKRRRTDDGGDENIPGIIFPGVIGASGKKAKGGTGYAGDQKE
DTSGQIEALNAQRLKDEKLGKFLSAIRVFLPNIHREGGGTASDYLVHPTALAHLRRRFNHVCSTLLRNDSLTDMSDRSVL
YFELLNWLETISNHEALASMMAMPIMVVASVKSVNTKSSGQNKGTIRERTIIYEGSSSPRELLEGLAIQARAAIKGLEGS
KPQEAPTDELTEEQKRMTVEAKDKEIAQTLVLSDESQKLLNFCNRILATVKAIDRSLREVKGDAFVDRLHASLPKIATTG
SSETSKDYKIDSSTSDEVTRKIYTEWSTSARFEYCDLTIPSLGGSDDEPPHYKFYFDAEARILVNSDIPKRSLAIAKELA
ILTTNLPVAWDSSIFLRVDETRVDIIKALIIGPEGTPYQNGCFLFDIFLGPSYNQSPPNVKYMTTNGGKFRFNPNLYADG
KVCLSLLGTWSGPGWIAGKSTLLQVLISIQSMILCEEPYLNEPGWANNGGSPQSKAYSANVRRMTVKTAMLGNLKNPPEP
FGDIIRTHFRLKAKSVAAQLDDWLRLDDGRPTSGDGGQPSRLESAGSSNNGFAKDVEELKGMLKKLQVA*          
>Ccin_CC1G_00286                                                                
MSTTTTSSKASIIARTTITMEYSSLMGAGHCPQGMYILPSKEDLFVWDGVFFAHEGKLSTCFYSDAILKFRVTFPENYPD
RPPTVRFITDVFHPLISQEGAFNHSHRFRPWRPKEHHIFDLLHFIKASFKKSTLDKLREEECANKEAFRYHQSPQSFASL
ATQSVQLSQSETALFDRDHPGRIRGAPHAIQFQKLTAEQFRETKEKVGLRTVTRKDATPIKEI*                
>Ccin_CC1G_00319                                                                
MVDLLCPRYYSLPGKRRIETDVMKLLMSDFEVNLVNDNMQEFCVRFYGPPETPFAGGVWKIHVELPDQYPFKSPSIGFMN



KIFHPNIDELSGSVCLDVINQTWSPMFDMINIFEVFLPQLLRYPNPNDPLNGEAAALLMRHPEEYETKVKEYVKRYATKE
AADALSSDKTEDEDEEMSDIGSISDDES*                                                   
>Ccin_CC1G_01236                                                                
MSGICRMRLAEERKQWRKDHPFGFYAKPTKADDGSMNLMEWEVGIPGKANTPWEGGLFKLTMTFPEDYPSKPPKCKFVPP
LFHPNVYPSGTVCLSILDEEKSWKPAITIKQILLGIQDLLDDPNVNDPAQSDAYTMFKNDRVAYEKRIRMQARENLPK* 
>Ccin_CC1G_01745                                                                
MYQKSPQATLCVLGRCWHDPEDIPPQAALADPLLRPLKQGEVGISYISHHEAREIIDESEVVLIDRGLRPGDYCKRSVDD
LRSGVVTGVKVKARVAHVINGVPVDGWKTTEDLVEKQGAEVGDYVVYEDWIGQVFDESIIEVANGRLVRLPELGSRLATG
DVGTDILPPAPVANNVSSAIRSLFGGQNNGVDRVIHAKHTGYAVAWLALNQTLDVDDAANRTRPPRFWVGSDISKLTLVR
GKADAEMRVGDRVNLKNTEDLPMTEHGNEKEPAGIVHVQTFKVTDTETTIDILWQDGEKETVRSVDVIPYVSPDEYDCWP
GDHVLWKAEGQQRFAVVQSVNPAERTANLVFEDKTQELVSVLELDPNGNTDPFANQAPHDALGVRRGDFVFIHPEGKTNG
MTPPKVPHIGELEPWVREIPIMDGQYVGWRKDFAKLGNAAAAARASSELFDSSIKRPVKGDESLYWIGEVSDLRLDGTVE
VTHPDWTTRIYPLERLTRLYDGMDQLEDDPWADSMSMEDEYEAGYEAGYGPAYGDYYVDELGGEWTVDEEGQWQEEGEFE
HDHWEHDGVVEGGHFHPCTCRHHPEDGESQEMDSPEPESIARRPPPELETSLLPTPDSFEKQNTPSPSDIALPPLEEGSV
QSPSVSVTANIPKEAEEWKRFDILESAPADHAFYSTTPAQPSKTFLGRLSKEYKALSSSLPDSIIVRAYEDRADLLRSLI
IGPENTPYQDAPFVIDWMLDSNFPHINPNLYEDGKVCLSILGTWVGDQSETWSAARSSLLQAFVSIQGLVLVKEPWFCEP
AYDKLRGTEEGIVNRCAFIPTPLPKFSLASTADSTTRRHTSYREVSFVVRSRSSPEV*                      
>Ccin_CC1G_01847                                                                
MIKIWSMKKNEDAAAKKKPKTSAAQIRVQKDLTELDLPSTMKTHFPDPADLLNFTLTITPDEGMYKGGAFNFSFAINTNY
PHDPPKVKCTQTIYHPNVDLEGNVCLNILREDWKPVLNLNSVMVGLQYLFLEPNPDDPLNKDAALEMTRNREQFINNVKA
SMRGQYIKGTQYDNVLAR*                                                             
>Ccin_CC1G_03070                                                                
MIDESPFHLKGSFMGPEGTPYEGGKYEVDIVIPESYPFQPVKMKFLTKVYHPNVSSASGAICLDILKDAWSPVLTLKSTL
ISLQSLLCSPEPNDPQDAEVAKHYMTSRSSFEATARYWAQIYAGAPGDAKNPNVDDEVAIAGLEKAHVDQFESLGFPRTK
VIDVLRRLNYRGPNVAQISDDRIVEELLK*                                                  
>Ccin_CC1G_03732                                                                
MASISARRLGKELREIQEQGCPVGIELVKADDFATWWFTIEVMGESLYQGEKYTLQFRFDSQYPISSPAVQFVVTDGREA
PIHPHVYSNGHICASILGNEWSPVLSVIAVCVTLQSMLASCKKKERPADNDRYVRHAPDNPKKTRFHYDDDTV*      
>Ccin_CC1G_03827                                                                
MPAPALNKNNSAVKRIMQEARELANDPSTDYHAAPLEDDIFEWHCTIRGPSGTEFEGGIYHFRILLPAEYPFRPPSIMML
TPNGRFELNTKICISFTNYHEELWQPAWGVRTAIIGLQGFFPLKGQQAVGVGSIESHTNERKRLAALSREWTCPVCKTSN
HEILPDPTTSNPSQSINSPAPPPPATAISTPEPTSESATPQREVSGDASLSQRPTESSGVSDTTISQNTAQNSVNTRPSE
SQNPPQVIETRSPAVISNPPVEFPQSGGARRSPQKPPVLLDTAIMILLVLVFAIICRRVV*                   
>Ccin_CC1G_03905                                                                
MVLHIRILWTASLSTFITTVTIWTSFVSTISQSDSPYKGGTFNLKLTLPPNYPFKAPTVTFTTKIYHPGINEEGSICVPV
LRDEWKPTVTLSSVLHIIQDKLNNPSPDDPFEPDIAALLKNDQAKFLATAKEWTKKYAS*                    
>Ccin_CC1G_05180                                                                
MEQVTSSLAPARSSQKSNAPASTSSATGSVTKRLGNELVQLMMSSSPGISAFPKNDGNLFEWVGTIEGAPETIYAGLSFK
ITILFPPNYPYVAPNIKFDTPCFHPNVDIGSGAICLDILQDKWSAVYSVQTILLSLQSLLGEPNNSSPLNTEAAGLWSKP
DAFKVQLMKHYRPITADSA*                                                            
>Ccin_CC1G_05608                                                                
MYSPTDTSEYPKSHQFFCHTDDEDVPDTVQSLLADMMDQRPRALKDLLDWFCSSLAKLVGGSSSQPIEVDSDSEDGTEDE
DEVFDYDDDIDLDAITVEPNTILHRLQKDFLNVVASSYKPGIIRTAGGNDFIVSVSIPVISLANAIPPRALMAWDRRLLS
RYQHLTLLISGFRGLYPVIQNDGSYTDSATKLAVSLAFKVGLSQSYKPGKEQAQEAVRKHGLIINDAEDELRLQAEKAVQ
EQAVQFWDGEDEHDWMEDPVEVVPEVPEEPEDPGRFDRFSLTSSLETLLEQQFLRLVQLRRQFGLGWAGAELLLSTIEKS
QRTAEEVYGSLEEKIKEADAAEETLSRLGTTLPDDPLKALGRDEPINLPLTAFCYLIRRLSLCTKYCVVCHNKLEVDFEV
LKPYVCGNKLCSFQYYAMGRGPSLEYEIIHNPNTVDLLVSLAYVSAVEGTMDDPLPVGLALRVPHPGALPLGMYVAQAPR
AHVGFMPQPVAAPSSATSDPQISSTPDSGELCDFDNLTKPEMRAVIAKLIDSLPSIDEMKKHLTRKVNIGKSKPKLYDID
PEVLPAAWLILRWIVGSCTASIEEITSEEDEIKNLDPNWRQFRLTVGAPDAEAKFKSAVEAAAKENANAREYPALYAFHG
SPLRNWHSIIRHGLWYKEIAHGRAYGNGESPIVVYLDLTTNARSVTSASNCVALAEIVNLPHKFVSNNPWFVIADTTWIV
CRYLLVKGASPEPTLLAKTTSTVPYVPMDPAHKPTLNQKEIQIPDPSRQVENVLTIRRSEVVQEDPDSEDMEIFSAAEPT
TNGVKGSGSQSRYDEDYHMHLDDDDDYKIAAPAPKPPKVVPQRPVDDWKHDPVYVHSAVERLMLPPFEATTSATSTLQRE
LRAMLKEQENARSLKELGWYLPEEFIGDNLYQWIVELHSFDPDIPIAKDLKAKNINSVVFEIRFPPQFPVAPPFFRVITP
RFLPFIHGGGGHVTGGGSICMDLLTADGWLPSYNIPSILLQIKLAISNLEPRPARLAPNWDQHYGVHEALEGFKRAAATH
HWKVPEGLDRLVR*                                                                  
>Ccin_CC1G_05919                                                                
MASKPAQKRLTKEYVAMQKEPPPFIWAAPDEKNILIWNYIIRGPPDSPYAGGEYHGVLLFPAEYPFKPPGIKMYTPSGRF
QPDKKICFSMSDFHPGSWNPAWSVATILTGLLSFMLSDEMTTGSVTSSDAHKKAFAVRSHAWNLTQSRFRDAFPEYCTPE
PKDLPNMAQKERGKVDPPPPTPATIASSSSSSSSAPTVNAGPSPIAKPPAGIAAPAPVPAPANARPARTTRDEVAAPNRA
PNAMGWMTSLKEVVYEKWRWCALIAFAVILSRFSTA*                                           
>Ccin_CC1G_05934                                                                
MAKGAFPLIQLPRNFRLLEELEKGEKGIGDGSCSYGLEDGDDIMMSNWNGTIIGPGHTVHENRIYSLKITCGENYPDSPP



DVQFLSKINLPFVNPNNGKVDASKVNVLANWTRNSSIETVLVEIRKEMASFNNRKLPQPPEGSMF*              
>Ccin_CC1G_08562                                                                
MSTTCRRRLIRDFKRLTTDPPGGVSGSPCPDNIMLWNAVIFGPGDTPFEDGTFKLTLTFDESYPNKPPTVRFLSRMFHPN
VYANGELCLDILQNRWSPTYDVAAILTSIQSLLHDPNPNSPANAEAAQLYRENMKEYVRRVKLTVEESWLDPEERIDDAE
GSSSSDSGANAAA*                                                                  
>Ccin_CC1G_08680                                                                
MPAPTDVSRRLLARLHRDLAELLEQPYPGVAVFTDDADIRKFCLVLTPPAGPWTGLNLHFDVVLPEDWPSQPPQVSTSVN
GIDHPNLFGNGYICCDLLKLPHYLERGYTGGYTPALTLRGLFLQFLTFFSSTSIEQDYGGSVWIGDRIVTNYVEDRYMST
ANPWEPCCWVAMDLGCGCRPSHGTQAELKARYEANPREEIVLETIQTAKWETVIHMAKKNTPRFEQIHKFEMTNPRYTST
LKHISKWTCSKCPYGSSALPHLQSQQPRVTQPQVASLLTTPPSRSILDEINDDVLLELSNHLTSESVIALGQAYPRFYSL
ATMYRILLQREVRCFFLKTQLHDGILGIGIAFNPGPRTLSSDFDWLSMEAFDVHKVRKSIEKRDFGFFLPLAFSPSHFER
ARVEIWKRLGQIDGAIRETESNLAKREDQASARGRGYGRGRGRGRGRGGGGRVTATRPAIDVPEPKNPQDVVRVIYKMMN
NIVTALMKSCDDAIITLSRHRFDSRGLLMASEKAIISYCHLMHLLICLARSSPVILRDAVSRLQRFLASRDNRTKTSEPD
MGELIVVMTFVLIMSPPNDPNIPNWSMLNGSFLEEAIIRNVRWVLRDSPELEVLEPFGASTYRLETTFIRSKTSLRLLMF
QVTFLDLFLQAYRTVGVQALDENYGFSVKELPELMVIEIKDIYTVGSWLHFFGKVQYARAQAADFTKERFTGMLRDAVRS
SERRGYHTATRDASRRAELVDIRRRLDRDFN*                                                
>Ccin_CC1G_08719                                                                
MSVPFLDFCMQSSDTPLGWFATKLFHPNVGPTGEICVNTLKKDWKSSYGIQHILVTVKCLLIYPNPESALDEEAGKMFME
DYDSYCSRAKLITSVHATPRVRPVEFDTPSNPDGDAKPSERPVASTSKLPPTVASPPASSTASATPPLSSTTSSTTKPVS
RKSASPGPQQIFTLKSSLSVEKEGAKQERHPSPSPLGPADANVAVGKPAASGLGMGVAPGAAGLANANGSKAVKRAATSS
APSNAEKRKKALKRL*                                                                
>Ccin_CC1G_11074                                                                
MALRRINKELVDLGRDPPSSCSAGPTGDNMFQWQATIMGPGDSPYAGGVFFLSITFPTDYPFKPPKVSFTTKIYHPNINA
NGSICLDILRDQWSPALTISKVLLSICSMLTDPNPDDPLVPDIAHLYKTDRTRYEATAREWTRKYAM*            
>Ccin_CC1G_11200                                                                
MASRNANTSTAVRRLMTEYKQLTSGGPISESDFFTWEALICGPKDTPFFLVAIIRHVQEANYGPRNRLCSVYPDGNVCIS
ILHTPGDDPTHYEQASERWSPVQSVEKVILSVISMLAGTRRLPGQIFEHHALNTV*                        
>Ccin_CC1G_11202                                                                
MSKSSSSTPSNTLLLRRQLAELTKRPVEGFSAGLVDENNLYEWEIMIIGPNDTLYEGGFLRARLSFPPEYPLLPPKMRFL
TEMWHPNIYPDGTVCISILHAPGEDQYGYEDAGERWMPVHSVESILLSVISLLSSDKPNLDSPANVDAAKEVRTDFEAYK
KKVRRLVRRSAEEF*                                                                 
>Ccin_CC1G_12393                                                                
MRERGGQLRRGHFPYLTTTTALPNSLDRQLLNDDDENNMPPRPASAMTMKRIHREIADIQKEDLGGMKLAPSEDNVHVWK
GTIPGPEGSVYEGGLFDIEVILPSDYPFSAPKAMFKTKIYHMNVRKSMSCVTSIYGLDCFPSIATQYTRNRKQHDSTARE
WTAMYAKPKPKPGLPPASRPPAAPARATTSSHQASGSGASRIGAAVSLAARSLGLTSGSASTPASASSSAAPSGSSTPVV
IDLSSDDDAVAPSSRSKRKRPSASATSTSASTGASSSSSQPRRQQPVVVELLDSDSENEVAGIVGNDTAPSRNRKRRRVA
PGEREVIEID*                                                                     
>Ccin_CC1G_13726                                                                
MGAGSVGPGGTGYGTGNYHAQPHYHFHGTGTGRGRGRGRGRGGAASSSRPELIPLQQRTSIDYAARWDQTVSRALTSIRD
LLPSPCSETPEIYDLLPHPSLSALILMSYVPTVLAQLLRNDSVTDWIARSHVYHAMLSLLRRMSDSELIIRVLVGSRYEI
SQSPGLGAWMRDEGEIVWQRDSTGAIELAPPLLEHFKKLTKQSETFLQAASQQLGDDGGGDEEGGLIDGLSLCGDIIAGR
DDIARAMGIIGSFGSSEGDEDVDVDVPQATNSNGVTTRGRGKGKGKGKQKAPPNTEAFDVEKGYISACEKLAFEHTALGT
DGPDGLVYANYNYFGQLKATQNQTRIPKDRLHLAKELAVMATSLPPGIWVRVDEVRNDAIKVMIAGPQGTPYAGGLFEFD
VFMPLQYPNSPPLVHLRTTGRGTVRFNPNLYQCGKVCLSLLGTWPGSPEEQWTNKSTLLQVLVSIQSMILNEAPYFNEYV
IIGSCSQLPMLVGGWIYNCLPRMSIQAALSDMLVPSREESKADFILFA*                               
>Ccin_CC1G_15409                                                                
MDAASDDQSVATLYHNLHLLRPHQRQPKTRTMALPKETERLVADPAPGITALPHEDNLRYFDVTIEGPGGSPFEKYPMAP
PKVRFLTKIYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLATDVAKHYKEDEKDAQRVSREWTQK
FASAG*                                                                          
>Umay_XP_756598                                                                 
MPSRQQLQLEFAQRDISFQYAQLCLASNCPLGIYVQLDDDDTHLWHCVIFVSNGPFHGGIFRFDIVFPPTYPTSTPQVYF
PPTLLHPLVDPDSGRLLLASRFQAWKPRVNFVTHVLHFVKEVFTEEFLQGLRERAVANTEVWRMFRSHRGLFNKLALQSV
ALSTAPSSLYDVSGGSGFPNPSIGLNRVQPRSVEGKVGRGAARVDDANGILFTKLDDDEMARLRGEIFGDEKEDEGEPSV
>Umay_XP_762102                                                                 
MATATSHNKKSSAVKRILSEARELGCDSSDLYTAAPLEDNIFEWHFTLRGPANTEFADGLYHGRILLPAEYPMRPPNLML
LTPNGRWELNKKICLTFTGFHEEMWQPAWGIRTALLGLQTFMTAKAEAAVGIGSLDYPVEARKRMASESRRWRCDICEKS
TLEMLPDADEQGREKRQEALPEGLQLLLPLLLQHHNSTTDHLQQLPLQRPQPRLRLQPLRLHP                 
>Umay_XP_760716                                                                 
MAKVPRNFRLLEELEKGEKGIGDGSCSYGLDDGSDLMMSNWNATIIGPGHSVYQNRIYSLSIHCGPNYPDRPPEVKFLTK
INLPCVKSDGNIDYNALPILSSWSRESTIEAILLSLRRGAMLHSGTPSSPPARPLLAESSANVASHQNCHHLMFYVPMSS
SCASTMGAILVCHDERTGYARQLSERVVSRLECQIS                                            
>Umay_XP_760689                                                                 



MSGICRNRLAEERKQWRKDHPFGFYARPAKATDGSLDIMNWEVGIPGKANTPWEGGLYKLRMIFPEEYPSKPPKCKFTPP
LFHPNVFPSGTVCLSILDEDKGWKPAITIKQILLGIQDLLNDPNPHDPAQSEAFTMFQKDAAAYERRVRQQAREMATPA 
>Umay_XP_759833                                                                 
MSLPKRIIKETERLIADPAPGINATPHEDNLRYFDVVISGPSQSPFEGGVFRLELFLPEEYPMSAPKVRFLTKIYHPNID
KLGRICLDILKDKWSPALQIRTTNTELLWIILIVRHSSMVSAATCRQGPRTWFVKFAVHRCPPSQVRLDPHRCHSAASRA
KESDENVE                                                                        
>Umay_XP_759590                                                                 
MRIATKRLQKELSEIKVKGAPEGCEVIKADDLQEWQFSIQVLGNSLYQDQKFGLRFRFSDSYPMESPEVVFMVTDGFQAP
VHPHVYSNGHICASILGNEWSPVLTISSVLLTLQSMLASCKQLQRPPDNDAYVKRAPISPKDSRFVYDDDTV        
>Umay_XP_759116                                                                 
MFRLRAAEPSSFPVGSYRTSVSQSGSSTDECLKPWWPSQGSRDLARREVWLGVRLGGGTLVVTESRTLTEPIHDCTASVR
VTIRTHDRGSTSVLVNGLHRQRSTLKTCDWHPKANSFCCQGAYTRTWTTSSKARAHPPPRSTSFYLQGRLIVPRRLTHTV
CSLALYDHSPNSLMSDYEITLINDSMQEFYVRFHGPQESRYSSAPPSHHIGFLSSPHIKFSLLLNRLAPFAGGVWKIHVE
LPDQYPYKSPSIGFMNKIFHPNIDELSGSVCLDVINQTWSPMFDCINIFEVFLPQLLRYPNPTDPLNGEAAALLMREPKT
YEARVKDYVQRFATREAANAAGQDEDEDEEEEDEMSDVGSFSDHEPMGDMEM                            
>Umay_XP_758995                                                                 
MKKEEESAKKKKPKTSPAQLRVQKGRSQQQRASTETTLSNTHRRERRSSSTCARLLPDLTELELPKTMKTDFPDPADVLN
FSLTIEPDEGMYKSGSFKFTFAINSNYPHDPPKVKCTQKIYHPNVDLDGNVCLNILREDWKPVLNLNSVMVGLQYLFLEP
NADDPLNKEAAEDLRKDRSVFASNVRRSLAGGAINWTLHAEQTCRELSDLVLSHVPTSRLDKLRQSLSHCACLERTACRA
VTIVIQLAPHFAHKRTLRYQPGTLALLVNRMAWRCSGGTNAELIANMRNASLITSSRVYEAMLKVNRANYVPSQLSAYQD
SPQTIGFGATISAPHMHAHAAEALLPFLHSQANVLDVGSGSGYMLAIFHHLVDNGKVIGIDHIPGLVDQANANLEHDGLG
AELKNGKIVNVCADGRNGVEAQAPFDAIHVGAAAPGIPQSLLHQLKAPGRMFIPVAEQDGSGEQNIYQVDKSETGEITKT
KICGVLYVPLTDAAKQWRA                                                             
>Umay_XP_758627                                                                 
MTITAELKFTVTKPNTLRIPSSTIRLSHRIPEHLRRNINLEPNKAVASNTKLTRLDMVSPATIKALLRELTALQVNPPPD
IRVSLSESDMLSFQAYILGPSSTPYAGGYFRIAFDFTNVDFPTHPPRCTFATPIFHPNVSRSGDICVSSLKKDWKKEYGI
ERILTTIKCLLIEPNPDSALDAEASRLMQENWDHYAETASLWTSVHAATRPPCFDDNTIPSCQSKSQALHIHPPSDCSAP
ASRSAPPLKATTIKPSVLAAPKPNRLRRL                                                   
>Umay_XP_758573                                                                 
MTSTPSGNTLLLKRQLTELRKRPVDGFSAGLKDESNLFEWEIMIIGPNDTLYEGGFFRAELIFPPEYPLLPPKMKFITPM
WHPNIYADGTVCISILHAPGKDEWGYEDASERWLPVHTVESILISVISLLSADVPNTDSPANIDAAKQVREDLAGYKKKV
RRLVRQSAEEAFD                                                                   
>Umay_XP_757355                                                                 
MSTPSKKRLIRDFKRLSTDPPGGISGAPCADNLMIWNAVIFGPADTPFEDGTFKLVLTFDESYPNKPPTVKFLSKMFHPN
VYANGELCLDILQNRWSPTYDVAAILTSIQSLLHDPNPNSPANAEAASLYRENMKEYVRRVKATVEASWLDDGEMPESIE
EDDEAEAEAEAEATVDRSAPQTASA                                                       
>Umay_XP_757129                                                                 
MATKRINKELVDLGRDPPSSCSAGPTGDNMFQWQATIMGPGDSPYAGGVFFLSITFPTDYPFKPPKVSFSTKIYHPNINS
NGSICLDILRDQWSPALTISKVLLSICSMLTDPNPDDPLVPEIANLYKTDRQRYESTAREWTRKYAM             
>Umay_XP_756922                                                                 
MSTQAPRLYRSDVVHRKQGQNHDCKVGMVSRCYLDESEADPLSFSKEGLDRQLKADEYGVLWYPSGKREIVSANELELVD
RVFAVGSTCKRSLADANSGVVTATSNTLKLQHLFSREEIEQTVPADDVVKSNYLNHGDLVIANDWIGEIDGVVEEALIGN
SDNDRLVRACEMGGRLLLGHMSQEDLQANHLDISFAQLAIRDAFIIDIKPTVLYINWLALNQKLSPEEQAARPKPPALWT
DYSKLTLVKAFSERNHEIGDRVAFRTQELKDKYGAKITYHGRRRLPVDVMLVIGTKTELEVLWQDGSRTKELASKMIPHV
NLDEHESWPGDWVYWKSEGRGSVPRIVQSMDPLERTAELRTPWSEPAEIELVPALEIDVQGADHSVFSLHRGDSVMISKR
PTGCKGPFITTVGDPRPDYDDLKMHDELMNAEMTIVAFQDPSDKKLRPGSEATEIDWYGIVEELLLDGTCRIRLPCGKRV
FEKLESLQILSDSSFGMHEHAIMDEQDAHDPWDTDSYGDEMYDDGYDDHYDSAEDAMWVDQDGQVVANSRDDWEDMSDGV
PEVAEIHVDEPKKVERNEAEEGSNAARAAIASNETCEKTMEAIVASGNASGSEEPAAPTELVTASSASEWNQFAILECAP
TSHAFHSNPLTTQPGAAFFKRLQKEMKVLQTSLPDTILVRAYEDRSDLLRVLMIGSEGTPYENAPFLLDLQLKADFPNSP
PVAHFHSWTYGHGRVSPNLYEDGKVCLSILGTWSGVAEENWTPSKSSLLQVLVSIQALVLVREPYFTEPAYEKLKGKEES
KLASRMYNEKAYILSRGFVKKVLESRPAGFEDEVELFYLRSGKLRNVVESAERLLQTDGRAVGPSGHDAEQPVHALTKGG
GIMLARTLNSLRTTLDSYQTNTRA                                                        
>Umay_XP_756795                                                                 
MASSKRIGKELADLTKEPVDGISVEPKEDNIYKWVARLKGPAKSPYAGGTFLVDMDFPIEYPFKSPKVKFNTRIYHPNID
ESGNLCVGILKSEAWKPSTKAVTILLSILQLLDEPNADDALVASIAELYNKDRAKFDKTAQEYTKKRYFEVRRSWTSSDC
SGQDGHAQTRTAAERIDTLYSGLLPSTNASALDTAANSFRRGIVSVRSSTSVRTADVIDRVDAVSRWMLLGRVAYQSGAG
EIVLRTSIATHLASGLVKRLITRFTTSCSTSNTKNQRGQEKIEALPPVTPVKARMTLAQLSGWLLAPVALHHAFVNRIIP
SSERAPILALSPSELDYSFVSHTLSHPSMQVRTFMGTAYIVLIGAFAVHAVFALPALLRSLPWNGSSGTRNTSVTHRASK
RYSKATASWSLATVLLASLISIIPLGQTDKIPISSSLKNRYDAVLAFAWPTHLFISAR                      
>Umay_XP_756672                                                                 
MGDARLRRINKEINDCKNDKVSGIQVSLIDESPFHLVGTFPGPENSPYEKGTFDVDIVVPEGYPFQPIKMKFITRVYHPN
ISSQSGAICLDILKDQWSPVLTLKSTLMSLRSLLCSPEPNDPQDAEVAKHYLRDKNDFEKTARYWTEIYANGSESAQPPA



NAQNTVGKTGDRADPILLAGLKREHVDQFVNMGFETNKVIEALKKLNYRGANVRNITDDTVLNELLK             
>Umay_XP_756486                                                                 
MFNSRASSSAAIKRLTIEYKQLSTDPNTLFPAVGPISEDNYLEWEALVPGPDGTPFEGGVFSARLSFPASYPLEPPTMRF
EPPIFHPNVYADGLVCISILHAPGDDPNMYESSSERWSPVQSIEKILLSVLSMLAEPNVESGANIDACVSSMARNPNLDT
TRRANH                                                                          
>Mver_MVEG_01043                                                                
MSGICKSRLAEERKQWRKDHPYGFYARPEKKADSTLDLMTWQVGIPGKPNTPWENGVYKLTLTFPDDYPSKPPKCKFVPP
LFHPNVYPSGTVCLSILNEEEGWKPAITIKQILLGIQDLLNDPNPESPAQSEAYVMFKKDKVSYEKRVRQQAKENAP*  
>Mver_MVEG_01451                                                                
MSTAVHRRMLKEYMAIQKNSATRPHLELLEPVQEDDLLHWQAILLGTADSAYEGGKFHLDIVIPPSYPIQPPTIRFTTKI
CHPNVHFKTGEICLDILKSEWTPSWNLESVCVAISSLLTNPEPSSPLNCDAANLLRCGDMAGYNSLVKMYTALFAMPDEE
H*                                                                              
>Mver_MVEG_01696                                                                
MSEHATLLLQRQLRELNKNPVEGFSAGLVGDKNIFEWEIMIMGPQDTLYEGGFFRAIMTFPQDYPLMPPKLKFTTDMYHP
NVYPDGEVCISILHPPGEDKWGYEQASERWLPVHTVETILVSVISMLSSPNDESPANIEAAKEWRDDYPSYRKKVLRLAR
RSAE*                                                                           
>Mver_MVEG_02149                                                                
MSSPRRRIETDVMKLLMSDYEVTLVNDNMQEFYVRFHGPADTPFTGGVWKVHVELPDQYPYKSPSIGFMNKIFHPNIDEL
SGSVCLDVINQTWSPMFDMINIFEVFLPQLLRYPNPTDPLNGEAAAMLMRDAAGYETKVKDYVNRYATKEAADAATDESS
SEDDSSIASFSDDDDAPGLEL*                                                          
>Mver_MVEG_02224                                                                
MTAFQKLPAQYSKKNSAVKRIMQEAREIAIEPSTDFAASPLESDIFEWHFTIRGPEETDFEGGLYHGRILLPNNYPFAPP
SLMFMTPNGRFELNKKVCLSITGHHPEYWQPAWGIRTVLVAIMGFLPTKSKGAIGGLDTSTEARKALALR*         
>Mver_MVEG_02740                                                                
MLACFIQVFLEDAVYLKDRPDLLGLVVKTWHDFESGESDSDDEESTGPIGLQQVVVHWANGSAPETLHEDDLVVADRSFS
HGDVVKRSPNDVMSGTVVDVKVELDLQRVCPPMNQFLGIDAKLVDFVQQFAVNNHIIYDGWLGVIEEVKDEVTVLMQDSS
VCIVKDSNSLDLRDNIHDLSCFFPDSLEPGYAVCGPSRVFKNAEYIVGSYKPSHKQGYVLRAEVTAIIVNWLSFNPLALD
QTPGVAPPPRHLDDFENIIVYKSVEQHCTYELLDRVKIIDPDTNKALGLQPCCPYLKSKATRLLCPDRIHNHTSKFATEE
MKVIGTKTKVTILWQDLSVSEDVNSTTLVPYLNMDDQDVWPADYVLLKPGEVLIDEPGGVNFDRKKADMLGIVQSANAKD
RTAFVKWFSEERDQGLEQEAEELSLYEIMSHPDLKFRMGDKVVISREREQSPLSDIAPRAPSVEDILSLVGRGNDIFNEL
IQEKIKVLKPRMSSTAELKVDPKTIERQGSVLLKRYGVEGVEALDRYISETNKMASKTIYSLVERGDPKKPAISDDVLAT
MNQHDQDLETIRTRLNWIGQIWKVYADRPSALVRFMDGTTEEIPVGRIMVVEEDEDEEDEEDGEDDDEFEEYDFDGDEPE
EATSDNSWETDSGEDDDSMSELEEEEESETTPEDELKAEVKTEDPPTTDISSKKPPRNDETVMADPLPEPEQIATSHGAN
GSSRAPEHDDWRSFFVLDETPVDHHFLNSNGIGPGDKGWIKRIAKEHAILSSSLPEGILVRAFEDRMDLLRVLIQGPDHT
PYRNALLMFDFKLPENFPNQPPVAYFHSWTGGIGRINPNLYEDGNVCLSLLNTWHGKDQTETWTPSSSILQLLISLQGLV
LVSEPYYNEAGFEKFVGTKEAARNSELYNEKVYLLSLKTIQTLINNPPLSFAKEVRHFYFKKEKLEQVVIEGLELIARSE
AASEVQEHETEETQAQTNGKHLYENGVKKEVEPVDTSPESGSQDGKVAVDRISKGALKLLKKHIDTLSLSLEE*      
>Mver_MVEG_03001                                                                
MALPKRIIKETERLLADPAPGISATPHEDNLRYFDVIIAGPNQSPFEGGVFKLELFLPEDYPMAPPKVRFMTKIYHPNID
KLGRICLDILKDKWSPALQIRTVLLSVQALLSSPNPDDPLANDVAQHWKENENNAIQTAQDWTRKYATA*          
>Mver_MVEG_03600                                                                
MSAFGGIPAQYNKKSSAVKRIMQEARELVQEPSTDFSASPLESDIFEWHFTLRGPEDTEFEGGLYHGRILLPNNYPFAPP
SLMFLTPNGRFELNKKVCLSITGYHPEYWQPAWGIRTVLVAVMGFLPTESKGAIGGLDTSVEARKALALRSKAWKCQVCQ
QNNVDILPDVAPENAVKASLKAGEIPEFSFGYESDKKKNNQTSEEQEGQRTASTPAVTAAGLAAAARAHVAGSSSSSLTP
SGPAEPTKSRPEPVIDSAQANASISHQAAPSSSSSPLLKSPAVGTEKTTAAAAATSHTSRSTTITTTTSSPTAAIPPQPA
QGNSPRAPIRRTETGAPVWLDALILSLGGLLVAMIIRRFGLL*                                     
>Mver_MVEG_04236                                                                
MALRRLQTELADLNKNPVDNVSVGPLDENILHWQGQIMGPSDSPYKGGVFKIDVVFSTDYPFKPPKVKFLTKVYHPNIDE
DGAICVALLKNDQWKPATRVNQVLRSLVTLLEQPNPDDPLMTDIAELYTTNHAKFVKNAKEHTKKHAT*           
>Mver_MVEG_04569                                                                
MKAAYFRSRFASPRDYPSRPPRVAFLVQIYHPGIDDRGRNCLDSLDNLCWSPAMTLARVLESLTMLLLQPSPDDLLMVEI
ARELSQHPERFDRTWTRMFASPLNELSRRANGDNTWCEAGQVLVQEQVTPT*                            
>Mver_MVEG_04650                                                                
MSTPSRRRLMKDFKRLQSDPPGGISGAPCSDNIMLWNAVIFGPGDTPFEDGTFKLLLQFDETYPNKPPTVKFVSKMFHPN
VYANGELCLDILQNRWSPTYDVAAILTSIQSLLHDPNPNSPANAEAANLYRENRKEYTRRVREIVETSWES*        
>Mver_MVEG_04808                                                                
MSNAVILRLQKELSEFSKNPDHQLFLHYDDSDIMNIKAMITGPPDTPYCLGQFEFSLQFPRDYPTTPPKVLALTTNHGRS
RFNPNIYAGGKVCLSILGTWHGNAGEQWSSAHGITSILLSIQSLMSDKPYRNEPGHDQEKDPSKLEPYNQKIRHETIRIS
ICDRLEGFLGIGQKMLLNGQSPDMSTSSSPAGSPIAKSGSAAFATPIGTPNSSGTPVVSTPTIFEPLYAATVTHNDEFSD
LSKRLFLAYYDIYQHNIEVESQKVADGTAFYKAPFEFGGNKMDGTFGYASLAKRLEVIKAAIERETTEWIAESAEWIKSS
SRMSSNLLRQYEQIREYYLENNAGGVEVELIDNNPFVWTFTIIGKPMSNYDGGMFKVQMVFHNTFPDIQPRVKFITPMYH
VHVSSDGVPFYTVERQDDVRYHIQAISSLVLEDEPSTNPSTHVNIQAAKLHFGTKDQRREYNRNARRCASRSIEYFD*  



>Mver_MVEG_07203                                                                
MSQKRIKKELADLGRDPPSSCSAGPIGDDLFHWQATIMGPGDSPYSGGVFFLSIAFPTDYPFKPPKVSFTTRIYHPNINS
NGSICLDILRDQWSPALTISKVLLSICSMLTDPNPDDPLVPEIAHIYKTDRTRYEANAREFTRKYAM*            
>Mver_MVEG_07477                                                                
MSSSTARANTALKKKAASSPLSSSTKRIQKELAEINLDPPCNCSAGPKGDNLYEWVSTIMGPSGSPYAAGVYFLDIHFPQ
DYPYKPPKIVFRTRIYHCNINNQGQICLDILKDNWSPILTISKVLLSICSLLTDANPHDPLVASIANQYLTDREEHDRIA
KDWAKRYAS*                                                                      
>Mver_MVEG_07531                                                                
MSLFQPRSRTSSAVLMGNSPNSFSFNSHAQHHHNQQQQPSSQHQPQFHHTGPSLASSSLALQHDNSIDHSPYGQHQRHKG
STRPQFFSDFFRKYELMIEFTNLRNPHHCPSGLYVMPAVDNINLWFGTLFVHKGYYRNAVFKFQLVIPPEYPERRPTVHF
LSDLFHPLIDQHGQLALQYQFPQWRPHRDYLFHVLHYVKAIFKKCVLDTVVEKQAVNKEAYRMYRNENTIFAKLAQQRAQ
LSITDSNLYDNYPANNSIKFGPLGDQEFDELKQKMISSASSGHLPSMGDRASLTQAGRSR*                   
>Mver_MVEG_07687                                                                
MNRNMGSTALKRLMTEYRELTLHAPEGITAGPISEDNFFEWEALIEGPQDTPYEGGIFPATLTFPRDYPLSPPQMKFTCE
MFHPNIYQDGTVCISILHAPGDDPNMYESSSERWSPVQSVEKILLSVLSMLAEPNDESGANIECCKIWRSDRKQFDDIVK
RTVRKTLGL*                                                                      
>Mver_MVEG_08505                                                                
MDQISPAALRKISRELHALDSDPPEGIKVIANDDTITDIHAWILGPEGTPYDGGCFRLRIQLSPDFPNAPPKCYFMTKIF
HPNVSKQGDVCVSTLKKDWKPDLGLRHILLVVKCLLIVPNPESALNEEAGRQLLEKYDDYAKHARLMTEIHAISQRHDIF
PIKETTEASPSFSEATTSPLHSVLESSTGQKRKPEDNGDTRPQKMSEKVPQGNSISQLSTTPNNFKTHLDPTTKDPRTSS
AIAGLDKRIDRATSVNVMHTRETRTHPQFIQKQDKKHGLRRL*                                     
>Mver_MVEG_08653                                                                
MSEQSKQSKLLLARQLKELTKHPVEGFSAGLVDDNNIYEWEIMIMGPHDTLYEGGFFRALMTFPQDYPLMPPKLKFTTPM
YHPNVYPNGEVCISILHPPGEDKYGYEKASERWSPVHTVETILISVISMLSSPNDESPANIEAAKELREDYPSFKKKVQR
IARRSAEEM*                                                                      
>Mver_MVEG_09964                                                                
MIKIWSMKKDNAGVDKKKPKVSAAQIRVQKDLSELELPKTMKMTFPVPEDMLNFELEISPDEAFYAGGTFKFSFAVNGNY
PHDPPKVKCLQKIYHPNIQADGNICLNILREDWKPVLTLNSVMVGLQYLLLEPNADDPLNKEAAEDLRSNRRNFEVNVHK
SIRGGSVNGVQYDNVMTK*                                                             
>Mver_MVEG_10075                                                                
MAKPMFARRLSKELKDLAMNPPAGVDIIDANDFKVWKLGLAGAPGTLYEGEKFQLEFNFGPNYPLESPQVLFVGDDIPIH
PHIYSNGHICLDVLYNHWSPVQTVASICLSLQSMLSSCTSKERPPDNATYVKTARSNPKHTAWAFHDDTV*         
>Mver_MVEG_10088                                                                
MVNNAASRRLTKEYINIQKSPPAYLFARPLENNILEWHYILKGPPETPYHGGEYHGKLVFPSDYPFKPPSIRMITPNGRF
QTDTRLCLSMSDFHPGTWNPSWSVATILNGLLSFMSQDESTTGSINTSYYERQVLALRSHAFNMNNPRFREIFPELVAPV
QVPLHVAYPNAPVTEMPTPAVPTLNALAPNLLAAAAVTATQRRLNATGGDPTGVIGGNRGATGPGVVAGVGGGAAVRQDS
FFSWSRWHKWLAIFLLFAYLLVAKTINRASSSSGHPN*                                          
>Mver_MVEG_10684                                                                
MAKVPRNFKLLEELEKGEKGLGDNSCSYGLADNDDIMMSNWNATILGPGHSVHENRIYSLKIHCGEQYPDVPPTVFFLSR
VNLPCVNQTNGHVEPSKLTCLSNWKRNYGMETVLLDIRREMSSPHNRKLPQPQEGSLF*                     
>Mver_MVEG_11251                                                                
MTTILGRTMLRMRKELEELEDSPREGIVCYPIDDNITHLQAEVSGPEDTPYFGGTFKIDIQIPERYPMEPPNCQFLTRVY
HPNIDDQGRICLDILKKPPKGNWGPAMSVPTVLLSLRLLLANPNPDDPLLVEVAAEYKEHRELFRHKAAKYTQQYAKGND
TETNLIMTNNEHASNTNNAVSGYKFTRIESSTNACRRREEIARKTHAQKAEPEYEVESVSFPQPTGHHHRISNRSLESIR
DSNKLHQSHVPGGADRRDFSPRTTASSHSHRQQIGTGHTNSHRQCGIDPNTYGE*                         
>Mver_MVEG_11439                                                                
MTQRIRRIQKEISDCQKDQASLIQLTLEDGNIMHLKGRFPGPPATPYEGGVFQVDIILSDNYPFQPPKVKFDTKVYHPNV
SSQTGVICLDILKQQWSPVLTISSTLLSVQSLLCTPEPNDPQDAQVASQYLNDHKAFEETARFWTECYAKPETGDFNLNG
QLYGSIDSNNNSGSLLSSQTGAKPSVEPVLTAEEIEKRKKVQELVDMGFDANMARTALIKTKWVTEAALETLLDA*    
>Pbla_Phybl2_139459                                                             
MPLSSMMVRIKREYKDVVNDKAADIEIEPGEKLGHFIATISGPRDTPYEGGRFKVDLQLADDFPFKPTKIKFITSIYHPN
ISSQTGAICMDILKDGWSPIMTIKASLLSLIILLSSPVPEDPQDAQVASHYLRDYDDYARTAAHWTAVHAIPERPKSPVT
LESLLSPKSP*                                                                     
>Pbla_Phybl2_15132                                                              
MSTGIARVRLMEERKQWRKDHPHGFWTRPIKNEDNTLNLLHWRCGIPGKENTPWENGIYKIDLIFPEEYPTKPPKCKFTP
PLFHPNIYPSGTVCLSILSEDDGWKPAITIKQILLGIQDLLNDPNPDSPAQHEAYELFRKDKKEYEKRVKEQAARNRPE*
>Pbla_Phybl2_130346                                                             
MITQYLFVKIIFIPTLVWFGVLFVNKGFYRAGVFKFRLVIPENYPNNPPTVAFMTDMFHPLVDINGNLNLAQRFMTWRPY
QDYILHVLHYVKTIFKRAVLDGLLDKHCTNKEAYRLYRKDPTVFGKLAQQCAQLSITASFLFDTFPDNNLIRFSALSETK
FGRHAF*                                                                         
>Pbla_Phybl2_176761                                                             
MALKRIQRELAEITKSPPEGISATTVDEDLFNWRATINGPPNSVYKGGVFHLTIVFSHDYPFKPPIIKFITKIYHPNIDN



DGSICIDLLKADVWKPATKVHQVLGAIAYILEHPNPDDALVASVAEVYNTNQAKFVKLAQENVKKYATAQQ*        
>Pbla_Phybl2_180168                                                             
MALPRRIVKETERLLADPAPEISATPHDDNLRYFDVIIAGPTQSPFEGGVFRLELYLPEDYPMAPPKVRFLTKIYHPNID
KLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAQHWKENEKDAISTAHEWTRMYAQK*          
>Pbla_Phybl2_111568                                                             
LERDPPPGIVCYPIDDDITQLESFIKGPPESPYEKGLFQLDITIPLQYPFSPPQIRFKTPIYHPNIDDCGRICADILKKG
VSGGWKPSLNLSTTLMSLSTLMAHPNPDDPLDADIVSTHIRIYMILL*                                
>Pbla_Phybl2_158670                                                             
MATKAAYKRLSKEYLAIQKNPPPFITAKPLESNILEWHYVIQGPPDTPYLGGEYYGRLTFPSEYPYKPPAIRMVTPSGRF
QPDTRLCLTMSDFHPSLWNPSWSVATILNGLLSFMTTDETTTGSIKTTDSEKRFYAARSHIFNLKIQKFRDVFPELCTIP
DNAYQLMAATETRKRVNTTAPTTVKARPIDPQTPHAQRNESTWTRTVSQWKRWVLVLVLFVYLIMSKLAARSSSASEGGS
*                                                                               
>Pbla_Phybl2_177587                                                             
MSTPRRRIETDVMKLLMSDYEVTLVNDNMQEFYVRFHGPTDTPFTGGVWKVHVELPDQYPYKSPSIGFINRIFHPNIDEV
SGSVCLDVINQTWSPMFDMINIFEVFLPQLLRYPNPTDPLNGEAAALLMREPAKYEIKVKEHVQLYATKEAADAVSDGSS
DDDDMSSVSYASEDEAAGMEL*                                                          
>Pbla_Phybl2_31052                                                              
MALKRINKELKDLERDPPSSCSAGPIGDDMFHWQATIMGPEDSPYQGGVFFLSIHFPTDYPFKPPKINFTTKIYHPNINS
NGSICLDILKDQWSPALTISKVLLSVCSLLTDPNPDDPLVPELAHIYKTDRARYEATARDWTRKYAM*            
>Pbla_Phybl2_171709                                                             
MDSVSRRLLKELRAYEKESRAHPEILELSPETDDDLLVWRAKLAGLPETPYEGGVFDLSITIPRNYPIQPPTIRFITTIC
HPNVHFKTGEICLDILKTEWSPAWTLQSTILAISLLLSNPEPSSPLNCDAANLLRCDDRLAYDSLVRMYTQLYAVPFEGE
KDD*                                                                            
>Pbla_Phybl2_115749                                                             
RISKELAEISLDPPSNCSAGPKGDNLYDWVSTIAGPAGSPYASGIFFLDVNFPQEYPFKPPKVVFRTRIYHCNINSQGAI
CLDILKDNWSPALTISKVLLSICSLLTDPNPHDPLVGSIAQEYLTDREEHDRVAREWTKR*                   
>Pbla_Phybl2_135910                                                             
MYANRGTGSTALKRLMTEYRELTLNAPEGITAGPIDENNFFEWEALIAGPEGTPFEGGLFPATLVFPKDYPLSPPTMKFT
CDFFHPNVYSNGTVCISILHAPGDDPNMYESSSERWSPVQSVEKILLSVVSMLAEPNDESGANIDACKVWRTDRERYNEI
VRENARKTLGL*                                                                    
>Pbla_Phybl2_135921                                                             
MSSSEQSTLLLQRQLRDLQRNPVEGFSAGLVDDNIYEWEILVMGAPDTLYEDGFFKTRLSFPSSYPVMPPTMRFITEMYH
PNVYPDGTVCISILHPPGDDKYGYEDANERWSPVHTVETILLSVISMLSSPNDESPANIQAAKEYRDDYSQFKKKVQRLT
RQSAEML*                                                                        
>Pbla_Phybl2_150266                                                             
MGQVPRNFRLLEELEKGEKGIGDGNCSYGLADDDLLMHKWHATILGPPVSVHENRIYSLKIYCGEDYPDQPPSVQFVSRI
NLPCVNPHNGVVDFNRLPCLAQWKRSYTIETILLELRREMCTSGRKLPQPPEGSSF*                       
>Pbla_Phybl2_117851                                                             
FSPSYPLESPEVMFIQPSIPIHPHVYSNGHICLNILYKDWSPVQTVAQVCLSIQSMLSSCVKKELPPDNDLYVKSARASP
KKTTWAFQVNIFHLN*                                                                
>Pbla_Phybl2_178284                                                             
MSTPSRRRLMRDFKRLQSDAPGGVSGAPCSDNIMQWNAVIFGPSDTPFEDGTFKLELHFEETYPNKPPQVKFISKMFHPN
VYANGELCLDILQNRWSPTYDVAAILTSIQSLLHDPNPNSPANAEAANLYRENRKEYVRRVRETVESSWE*         
>Pbla_Phybl2_188942                                                             
MIYVRMHMLVAVKRIMQEAKELAVEGSFDYEAHPLEAILDNIFEWHFTVRGPSETEFENGSYTNKKILSCPYIISMIQPN
GRFELNTKICLSITGFHPEYWQPAWGIRTVILAVMGFFPTEARGAIGGLDYTKEERIVLAKSSKAWKCPVCQISNEEVLK
DIPSGLQRPQRPPEDMPNFSLTFKPEGQPPAEKSSQDSSKDHNLSIQPTEDSIKEKLVDRQPLSTVGHVNDNNDSLDNLD
DLDLLVTTEPSQEAEQVNKKKTNMELQASSCATDRTPDINPETVSQIHQRTNTNTPNSMPVPVPVSVPAHHNPNNILLAT
ENTPTNLGRSPIWLDVLIGILAVLLFGLIARRFV*                                             
>Pbla_Phybl2_6879                                                               
SHCPLGVYVMPSSDNLNVWYGVIFVHKGFYRSGVFKFRMTIPESYPNLPPSVTFLTEMFHPLVDAHGNVSMSQQFPTWRP
YQDYILHVLHYLKNMFKKAVLDGLLDKHCFNKEAYRLYRTDVGVFGKLAQQCAQLSITESFLFD                
>Pbla_Phybl2_128545                                                             
MASAANILQRQFKELTRHPVPGFVVDLKDDNIYTWDVAIIGSPKTIYEGGYFKATMSFPEDYPFNPPTFRFNNAFYHPNV
YPDGRLCISILHPPGDDPVSGEKAEERWNPTQSVESVLMSIISLLADPNCSSPANVDAGVAYRKEREAFDSIVKCQVEAS
KKDIPSGFKMPKTEKDFMIAAPVEIEEDVNFWYESGDESDFGADEFDEDDDDDED*                        
>Pbla_Phybl2_160803                                                             
MMKIWSLKAKEAAAEKKKPKISAAQIRVQKDLSELAIPKTIKMEFPDPEDILNFNVIITPDEGFYKDGNFSFTFAINNNY
PHEPPKVHCTQKIYHPNLDLQGNVCLNILREDWKPVLSLHSVLVGLQYLFLEPNADDPLNKEAAEDFRANRHVFENNVRK
TLQGGWLNGVTYDNVMA*                                                              
>Mcir_Mucci2_157648                                                             
MATKGAYKRLTKEYMAIQKNPPPYITAKPLESNILDWHYVITGPPDTPYEGGEYYGRITFPAEYPFKPPSIRMITPSGRF



QPDTRLCLSMSDFHPSSWNPSWSISTILNGLLSFMVGDESTTGSIKTSVHEKKMYAARSHLWNVKNQKFRGVS*      
>Mcir_Mucci2_77346                                                              
MALKRIQKELADLTKNPPPGVSAGPIDEDMFHWQGTLTGPQGTPYQGGRFKLDITFSADYPFKPPKMKFITKIYHPNIDD
EGSICVDLLKADIWKPATKLVNVLQALAALLQTPNPDDALVASIAEVYTKDRAKFNKIAKDMVEKHAK*           
>Mcir_Mucci2_33948                                                              
MSSGISRSRLMEERKQWRKDHPHGFWARPGKNPDNSLDLMNWVCGIPGKDNTPWEKATYKLTMSFPDDYPSKPPKCKFTP
PLFHPNVYPSGTVCLSILNEDEGWKPAITVKQILLGVQDLLNDPNPESPAQQDAYMLFKRDKKEYERRVREQAVLNRN* 
>Mcir_Mucci2_139975                                                             
VQPEFPVDSLSLLYHSINLRNPSHCPLGVYVMPSTEDLHVWYGVLFVHKGFYRSGTFKFRLTLPENYPNQPPSITLLTDL
FHPLVDVKGNVCISQQFPVWRPYQDYTFHVLHYLKNMFKKVVLDGLNDKYCYNKEAYRLYRHDIAIFAKLAHQSAQLSIT
ESFLYDHPEDDNPIRFSPLSDAKFGRF*                                                    
>Mcir_Mucci2_155689                                                             
MDAVSRRLLKELREIDREAKSHPEIVELAPESDDDLLQWKAILAGLADTPYEGGQFELSIQVPSNYPIHPPTIKFVTTIC
HPNIHFKTGEICLDILKTAWSPAWTLKSTVLAISLLLTNPEPSSPLNCDAANLLRCNDQLGYESLIRMYTQLYATK*   
>Mcir_Mucci2_155870                                                             
MSTPTRRRLMRDFKRLQSDPPAGVSGAPCPENIMMWNAVIFGPADTPFEDGTFKLVLQFDETYPNKPPQVKFVSKMFHPN
VYANGELCLDILQNRWSPTYDVAAILTSIQSLFNDPNPNSPANAEAANLYRENRKEYVRRVRETVEESWE*         
>Mcir_Mucci2_142649                                                             
MYANRTAGSTALKRLMTEYRELTLNAPEGITAGPVDENNFFEWEALIAGPEGTPFEGGLFPATLTFPKDYPLSPPTMRFT
CDFFHPNVYQNGTVCISILHPPGDDPNMYESSSERWSPVQSVEKILLSVVSMLAEPNDESGANIDACKIWRTDRERYNEI
VAENARKTLGL*                                                                    
>Mcir_Mucci2_81072                                                              
MTAATLSSKAIKRIVKEIQQLQTSPPEDIQIIVDDENLTEVQAWIRGPDGTPYEGGYFKVKLQMDEGFPDTPPKGYFLTK
IFHPNVSEKGEICVNTLKKDWKSELGIEHVLLTIKCLLIVPNPESALNEEAGKLLLEHYEDYAKRAKLYTSIQATSGKAV
S*                                                                              
>Mcir_Mucci2_81456                                                              
MIDLNTNPPEGVVVEEADNLKSWKIKLIGAAGTIYEGEEFKLEFRFTPQYPLEAPDVVFVRPFVPVHPQIYSNGHICLNI
LYKDWSPVQTVAHVCLSIISMISSCTKKCISVAKKDCLGFPELDYGCNWSAYVRPF*                       
>Mcir_Mucci2_179171                                                             
MAQVPRNFRLLEELEKGEKGLGDGACSYGLADDDLLMHNWHATILGAPHSVHENRIYSLTVFCGDQYPNQPPVLQFVSRI
NLPSVNPQNGKVEPSRLPCLAHWRSNYTLETVLTELRREMATVGRKLPQPAEGSTY*                       
>Mcir_Mucci2_30166                                                              
MALKRINKELKDLERDPPSNCSAGPVGDDLFHWQATIVGPDDSPYQGGLFFLSIHFPTDYPFKPPKINFTTKIYHPNINS
NGSICLDILKDQWSPALTISKVLLSVCSLLTDPNPDDPLVPELAHIYKTDRARYEATAREWTRKYAMK*           
>Mcir_Mucci2_41220                                                              
LDRDPPPGITCYPKDDNITKLEAYIKGPPDTPYAKGLFKLDVLIPNNYPFDPPQIRFVTRIYHPNIDDAGRICVDILKKG
DKGRWNPAYNLRTTLLLLAQLLAEPNPEDPLDAQIAKEYQIDKPTFDQKALESTLKFANEEAVMSDHQNQDQDKVRRRVG
FLKDRI*                                                                         
>Mcir_Mucci2_156871                                                             
MALKRINKELKDLERDPPSSCSAGPIGDDLFHWQATIMGPEDSPYQGGVFFLSIHFPTDYPFKPPKINFTTKIYHPNINS
NGSICLDILKDQWSPALTISKVLLSVCSLLTDPNPDDPLVPELAHIYKTDRSRYESTARDWTRKYAM*            
>Mcir_Mucci2_74621                                                              
MSTPRRRIETDVMKLLMSDYEVTLVNDNMQEFYVRFHGPTDTPFNGGVWKVHVELPDQYPYKSPSIGFMNRIFHPNIDEV
SGSVCLDVINQTWSPMFDMINIFEVFLPQLLRYPNPTDPLNGEAAALLMREPAKYEVKVKDYVSRYATKEAADAAADESS
DEDDMSSVSFESSEDEAAGMEL*                                                         
>Mcir_Mucci2_147642                                                             
NLKNPNHCPLGLYIMPSSENFNVWYGVIFVHQGYYSSGAFKFRVAIPEAYPEYPPSVTFISDMFHPLIDSGGNLSLTQQF
PTWRPCEDYIFHVLHYIKNIFKKAVLDRLVDKHCPQKEPYRLYRTDVKTFTKLAKQCAELSISESYLYDHFPEDNMIRFS
PISESKYGMGTDNASNVGTA*                                                           
>Mcir_Mucci2_180521                                                             
MYSIWGKKSKEAEAEKKKPRTSAAQIRVQKDLAELDIPDTIKLDFPDPSNILNFNVTIHPDEGFYTRGLFKFTFAINTNY
PHEPPKVHCTQKIYHPNIDLEGNICLNILREDWKPVLSLQAVLVGLQYLFLEPNADDPLNKAAAEVLRHNRSTFEANVKK
SIVGGSFDGIQYDNVLAK*                                                             
>Mcir_Mucci2_104175                                                             
MSSSAKRISKELAEISLDPPSNCSAGPKGDNLFEWVSTIAGPADSPYAGGIFFLDVHFPQEYPFKPPKVVFRTRIYHCNI
NSQGAICLDILKDNWSPALTISKVLLSICSLLTDANPHDPLVGSIANEYLNNREEHDSQAREWTKR*             
>Mcir_Mucci2_74915                                                              
MSLPKRIVKETERLLADPAPGISATPHDDNLRYFDVIIAGPTQSPFEGGIFNLELFLPEDYPMGPPKVRFLTKIYHPNID
KLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVASHWKEDEKGAIEQARQWTTMYAHP*          
>Mcir_Mucci2_115012                                                             
MPPNMQKRILNEIADVNEDNTAPLHVYVPDDSNIYNLLGSIVGPRDTPYQDGIFLLEIKLHENHPFAPPNIKFITKVYHP
NVSSQTGAICLDVLKSNWSPAMTLRITLMSIQALLDAPDASSPQDFQVAKVYTSDKRAFIEEAKLWTRTYADIPLDTYVH



SLYD*                                                                           
>Mcir_Mucci2_115322                                                             
MASAANILQRQFKELSRNPVPGFAVDLKEDNIFEWDVALIGSPKTMYEGGYFKATMTFPDDYPFNPPTFRFNNPFYHPNV
YPDGRLCISILHPPGEDHMSGEKAEERWNPTQSVESVLVSIISLLADPNCSSPANVDAGVAYRKNREAFDAIVKKQVEDS
KKDIPNGFKMPKSEQDFMLTAPPEIEEDDNFWYESGDESDFGVDDDDYDEDEDDD*                        
>Mcir_Mucci2_150563                                                             
IFEWHFTVRGPKDTDFEEGRYHGRIILPSEYPFKPPELIFLTPNGRFELNTKICLSITGFHPEFWQPAWGIRTVLLAVIG
FFPTEARGAIGGLDYSKEERRRLAKK*                                                     
>Mcir_Mucci2_75814                                                              
MSQTEPSALLLQRQLKDLQKSPVEGFSAGLVDDNIYEWEILVMGSQDTLYEGGFFKAKLSFPRSYPIDPPTMTFLTEMYH
PNVYPDGTVCISILHPPGDDKYGYEQASERWSPVHTVETILLSVISMLSSPNDESPANIEAAKQYRDDYPQFKKKVSRLV
RQSAEIL*                                                                        
>Rory_53                                                                        
MGGKYNAKNLGIKRIMQEAKELSEENAYEYCAQPLEDNLFEWHFTIRGPEDTEFAEGSQMDALSSIKRFA*         
>Rory_824                                                                       
MSNTRTTRSKTTTTSTTPSSVTETSPSSSTNTNNITAAPAAKKVIKRKTAEKTMSSSAKSAGPKGDNLYEWVSTIAGPAD
SPYAGGIFFLDVHFPQDYPFKPPKVVFRTRIYHCNINSQGAICLDILKDNWSPALTISKVLLSICSLLTDANPHDPLVGS
IAQEYLNNREEHDSTAREWTKRYAC*                                                      
>Rory_2411                                                                      
MATKTAYKRLTKEYLAIQANPPPFITAKPLESNILEWHYVIQGPPDSPYAGGEYYGRLNFPAEYPYKPPSIRMITPSGRF
QPDTRLCLTMSDFHPSLWNPSWSVSTILNGLLSFMVSEETTTGSIKTSTAEKKIYAAKAHLWNLRHQKFRGVS*      
>Rory_2518                                                                      
MLLKTSVLSIVSSIAVCVLAQAPTSNIIQGCVTNYDSSIDYFPEKINAADDKANYFTIEYHNNYKLMENRKTGESYMLVQ
CGTPTPSNISNGTEVYQIPITKVAIMETSIVPYLEMIGAAQSISLVADGGLIASPCFQKYLKTGNVTELDATNQTLQAQQ
IDNVQAQFGSNPYAYTPIDANTSVTASEVYEPDVLGRASWISYYAAFYNREGIANSVRQKMTDNYNRLKTATTNYNKKPV
VAWTTYNAPSQYNNNTASYLLSTAQYKTQLTQDAATELLSVISSADILIDETYIGTNLTDFLKNYGIPQADVDKYTFLKQ
KAVYREDGILTASGGYDWFEAPVVMADALLEDMINVVNPSSPFSRQWFRNIALEEPINILRHLQSFSSSLLFGFSLLDDV
NNDDTTPLYVYVPNEDNMHHLIGSIQGPVDSPYEGGTFLLDINLHENHPFQPPQIKFITKVYHPNISSQTDVLKSHWSPA
MTLRITLISIQSLLDSPVPQDPQDAQVAKHYMADYEGFLEEAVFWKNTYANVSLNDYINSKLDD*               
>Rory_4015                                                                      
MTFPEDYPFNPPTFRFNNEFYHPNGTMESYSGVLVSIISLLADPNCSSPANVDAGVDYRKNRDVFESIVKKQVEASKSDI
PKGFKMPESEKDFMPTAPAELEEDENFWYESGDDSDFGVDDFDEDDE*                                
>Rory_4250                                                                      
MALPKRIIKETERLLADPAPGISATPHEENLRYFDVIIAGPSQSPFEGGVFHLELFLPEDYPMGPPKVRFLTKIYHPNID
KLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVASHWKENERDAIEQARQWTAMYAHP*          
>Rory_4398                                                                      
MNDESLTEIQAWIRGPDKTPYEEGYFKIKLVLDESFPDTPPKGYFMTKIFHPNVSDKGEICVNTLKKDWKPELGIRHVLL
AIKCLLIVPNPESALNEEAGRLLLEQYNDYAKRARLYTSIQAKSGKSQYMELDEERRKKKSNDEEKVLIENDEQHAIKSL
TNQKRALEQDNEKKKVMKKRMLRRL*                                                      
>Rory_4455                                                                      
MSTPTRRRLMRDFKGIQSDPPAGVSGAPCPDNIMMWNAVIFGPADTPFEDGTFKLVLQFDETYPNKPPQVKFVSKMFHPN
VYANGELCLDILQNRWSPTYDVAAILTSIQSLFNDPNPNSPANAEAANLYRENRKEYVRRVRETVEQSWE*         
>Rory_4466                                                                      
MPSSENLYVWYGVIFVHQGYYSSGTFKFRLAIPESYPEYPPAVTFMSDMFHPLVDGGGNLSITQQFPTWRPYEDYIFHIL
HYIKNIFKKNILDRLIDKHCFNKEAYRLYRTDIKVFSKLAQQCSQLSITESYLFDHFPDDNLIRFSPMSESKFG*     
>Rory_4719                                                                      
MQEFYVRFHGPSDTPFTGGVWKVHVELPDQYPYKSPSIGFMNKIFHPNIDEVSGSVCLDVINQTWSPMFDMINIFEVFLP
QLLRYPNPTDPLNGEAAALLMREPAKYELKVKDYVARFATKEAADAAVEESSDDEDMSSVNFDSSEDEAAGMEL*     
>Rory_4884                                                                      
MEVVSKRLLKELREIEKEAKAHPEIIDLSPESDDNLLHWRAILAGLPDTPYEGGQFELSIQIPPNYPIRPPTIKFVTTIC
HPNIHFKTGEICLDILKTAWSPAWTLKSTVLAISLLLTNPEPSSPLNCDAANLLRCDDRLGYDNLIRMYTQLYAIGPK* 
>Rory_5358                                                                      
MKWEILIIGAPDTLYEEGFFKARLSFPTTYPIEPPSMVFLTKMYHPNVYPDGTVCISILHPPGDDKYGYEHASERWSPVH
TVETILLSVISMLSSPNIESPANIEAAKEYRDDYPQFKKKVQRLVRQSAEDML*                          
>Rory_5954                                                                      
MALKRINKELKDLERDPPSSCSAGPIGDDFFHWQATIMGPEDSPYQGGVFFLAIHFPTDYPFKPPKINFTTKIYHPNINS
NGSICLDILKDQWSPALTISKVLLSVCSLLTDPNPDDPLVPELAHIYKTDRALYENVRKTED*                 
>Rory_7651                                                                      
MSTPRRRIETDVMKLLMSDYEVTLVNDNMQEFYVRFQGPSDTPFTGGVWKIHVELPDQYPYKSPSIGFMNRIFHPNIDEV
SGSVCLDVINQTWSPMFDMINIFEVFLPQLLRYPNPTDPLNGEAAALLMREPTKYELKVKDYVSRYATKEAADAAAEESS
DDEDMSSVNFDSSEDEAAGMEL*                                                         
>Rory_7798                                                                      



MAQVPRNFRLLEELEKGEKGLGDGACSYGLADDDLLMHNWHATILGAPHSAHENRIYSLTVYCGDNYPNQPPSFQFVSRI
NLPSVNPQNGKVEPSRLPCLANWRSNYTLETVLTELRREMATVGRKLPQPPEGTTF*                       
>Rory_10825                                                                     
MTSAPPFITAKPSDTNILEWHYVIQGPPDSPYEGGEYYGRLNFPSEYPYKPPSIRMMTPSGRFQVNTRLCLTMSDFHPNL
WNPSWSVASILNGLLSFMVSDEGTTGF*                                                    
>Rory_12704                                                                     
MSSGIARSRLMEERKQWRKDHPHGFWARPGKNPDNSLDLMTWTCGIPGKDDTPWEKGVYKLVMLFPEGKFTPPLFHPNVY
PSGTVCLSILNEDEGWKPAITVKQILLGIQDLLNDPNPESPAQQEAYMLFRKDKKEYEKRVRQQAVNNRP*         
>Rory_12826                                                                     
MNISLSELHKNPPEGVVVEEADNFLKWKLCLTGAPGTIYEGEQFKLEFRFTPQYPLEAPDVVFVRPFVPMHPQLVTRANC
GSCLFVNYFNDVKLYKERTTPR*                                                         
>Rory_14041                                                                     
MSTPTRRRLMRDFKGIQSDPPGAPCPDNIMMWNAVIFGPADTPFEDGTFKLALQFDETYPNKPPQVKFVSKMFHPNVYAN
GELCLDILQNRWSPTYDVAAILTSIQSLFNDPNPNSPANAEAANLYRENRKEYVRRVRETVEQSWE*             
>Rory_14296                                                                     
MTEYRELTVNAPEGITAGPIDENNFFEWEALIAGPEGTPFEGGLFPATLTFPRDYPLSPPTMKFTCEFFHPNVYPNGTVC
ISILHPPGDDPNMYESSSERWSPVQSVEKILLSVVSMLAEPNDESGANVDACKIWRTDRELYNQIVRENALKTLGLHLDE
SPAK*                                                                           
>Rory_14442                                                                     
MKDTPYQGGRFKLDILFSSDYPFKPPKPDIWKPATRLANAIASLLENPNPDDALVASIAETYNKNRPKFNKIAKEYVEKA
STQIHCTWSTC*                                                                    
>Rory_14961                                                                     
MGPEDSPYQGGVFFLAIHFPTDYPFKPPKINFTTKIYHPNINSNGSICLDILKDQWSPALTISKVLLSVCSLLTDPNPDG
NSIIPFNLFID*                                                                    
>Rory_16502                                                                     
MSNIRTTRSKPTVSNTTATTSVTESASSGSNTSNNNTTTKKGAKKSTAGKTVSSSAKRITKELAEISLDPPSNCSAGPKG
DNLYEWISTITGPTDSPYAGGIFFLDVHFPQDYPFKPPKVVFRTRIYHCNINSQGAICLDILKDNWSPALTISKVLLSIC
SLLADANPYDPLVGSIAQEYLNDREEHDNTAREWTKSKW*                                        
>Rory_16852                                                                     
MTEFINLKNQNHCPLGVYVMPSTNDLYGYYRSGAFRFQLNIPKDYPNSQPSVTFFKDVFHPLVDDHGHVNISQQFPKWRP
YQDYLFHVLHYLKNMFKKVVLDGLNEKYCLNKESYRLYRTDKPIFHKLAQQCAQLSITESFLFEHVPDDNMIRFSPLSEA
KFAFYAYY*                                                                       
>Rory_17202                                                                     
MYSIWGKKSKEAEAEKKKPRTTAAQIRVQKDLAELDIPDTIQLDFPDPSNILNFNISIHPDEGFYKGGVFKFTFSISNNY
PHEPPKVLCIQKIYHPNIDLEGNICLNILREDWKPVLSLQAVLVGLQYLFLEPNADDPLNKVAAEVLRDNRRLFENNHST
LYDLNTRLWNNNRTILDLAYLLGHQSIIDLLIKRGLSNEFNTLKKTEQQYFRKGLVKENKKKVLLTGEQQQQGKRQQIEV
AQLVKRSAVKNNPLYRKLEKVSTINKHTPPPCLTEDESSSEEELQFYGNSIQNTSKENSLDSSDSDDDDETVEHKAITVF
RALRPVYKATLFNKEEETANDPTSSTTLVENCYLNNNRMPRKIDDENRRREIKRQSGSQKAAWTMSISSWAAMLDREFNL
NGLNSLTEESTIPLKLDNGDLKLNNGSKDNSTSSQMENTIPKRESSMPTEHHKDVFSAGPSQKKVTRHEKEIRSTMVHSI
PPHLLKQGYGRLYLHINSIQDILLPLPKDRTFIRCVISDGQFEYMSRYEVLSQNIHFDHECVIDTHPDMIITLSLHVRPD
YMIKPRKPLSRLFTSRKKKKESLSGYVNKEDGAIGQAQFALADMVSACTEIDYEAGFSCFNAWYSKSFKERHRQKKKDQD
VLKVVGNFNLDDL*                                                                  
>Amac_AMAG_00237                                                                
MAKVPRNFRLLEELEKGEKGIGDGTISYGLANPDDIFMSDWNGTILGPPHSVHENRIYSLTLHCDQNYPDSAPIVKFISK
VNLPCVHASTGRVEPSKLDCLARWSRNYTMETVLSEIRREMATSGRKLPQPPEGSTF*                      
>Amac_AMAG_00307                                                                
MATLSASTCTDVPLQPSPKSTLRGQTPAVRRLMWDWKELRADPLDHVVAAPLEDNMLEWHVNLIGPAELSKMCPEVEMAQ
SVWHMVIRFSDFYPARPPSVVLCTSIPGHLNVLGARPRDGLFPVCMDMLETGNLKQTSTHQYTGWSSAYTVRSILMQLQA
LLWHRDMYKRATYKQLGAAVEKTRQFRCDSCGHARKTPFPPLPLKKMPPKSEEQEAATTRAVMLDMPRHVFDQLGHLRRI
LRENDAAFRQPKSVAKLDVAWAAAVAKQDKVPAVQQHPLVAQAKQRVEETKAAVMSHGQGTLKPSAPASRDAGALGGLPI
ELLLQVLGHATLSMNDIFRAAGTCRYLHWACQAADVWRGLVRKQSGLAGLARGWRYLYMAEHNQAVRDLRCWYTRVSFAD
DVLGLPVEITVNPRTKQVDYAMPTMAFLSRTAYYNLHVRVTPGDKRTFTHWLPLYLSEAHFDRALADVQRFVAALAQPGT
ASPVFDPSTINVVFPKLLNTCAVLLADRSLHASDTAIELYTQLHRVWVACLHRHPAQQANVEHRLARFMSGEVHRTKTAV
PSLGDLLALLSVSEQYGWAQLAQPLLEEVMHRSVLWIGKSNPALIKKWQDDDRVAQAPDRELLAAAFEATAVSRRLVAFH
VLFLDEHRGRQQAGATSQPPPPPPPPPPPQTVAEMALTADVLYGKLPMRVTARIQEGIRAILNETPHWGAWFQRLRVSVL
SQLATTRWIHGAVAASLRKGYHTRHTVFSKIQSRGVSKILLRGESYSVAPTARKIAVEETWSSATGLFLDASVLLLDGAG
NTREHVTYCHRKSQNGSVEHSGDTFVRDRNEGVHKMTIDLDKVPKSVMHLAFFMSAWAGASLKDIDAPYIRMTDGAQELC
TYTFSESAVGEHKSVLMAVLSREVGKGGARSKWVMHATGVHGNGDVSSDRPMRDTARQCVKNGQQ*              
>Amac_AMAG_00460                                                                
MSGQAPLTAAITSVSAPASASGPNDALAPRFMPQKAVLRILKELRDIERSPDSQFHLHYDEEDVTKDVLALITGSPGTPY
AYGLFSFRFTFPPEYPGICPKVIAETTNNQRTRFNPNIYASGKVCLSILGTWKGQAGENWSSAHGVLSVLISIQSLMCER
PYHNEPGFEKQGRHLAGRNVEQDIEAYNRKITHETIRIAVCSRIEGYLSNNKYIDRTFEDVAKWLFMCYYRRYLDIVATE



TNLVTAGAPFARMPFEGSGNTMEGRYEYAQLETRLHAIFQALQQETDSWIRQSREGADQWTEASSLTYGNLKSQFQQIVE
SKEFDGFMDVALGEGDNPFVWHLTVFGRPATHYEEGVFRVRLVFHPEFPAVRPRVTFQTPFYHVSVSPDGYPYYRPERID
EVRTHLRAVTSFFTNDPDSDPTTHLNKEAAELFFGGATSAR                                       
>Amac_AMAG_00573                                                                
MTTTRPPRAHSSQLAAPRHDKNMAAAGQLRASGYLKRIKTELDLLSTDAPDGVQCRPRAHDTDTLETSGLWLDAVITGPS
STPYAGGSFHVECCLSRQYPLCPPHIRFVTKVFHPNIDQNGRICVDILKEGSDAGRWSAAKNLRMALATDRMQWTEKHAM
GEGNGVVLDGDVPTTGLADGADQAKTATSGATLSSSATSTPSASPSASPPALPSLSSGLVASGMTVLPPPSSSSSSGSRS
VAVNPKPASSLAAPAAAPAPPPPSAPPSSSSSSSLFGRGPAPTSGGGLFGARRSGGAIFGAGLPSSSPAPAGATSLFGRP
AVAAATSSSRAVPTAATPAPLTTAIPAATRPKPVPTQTDVKPVAAAPAVRPSSAVKAPPAPVRAPAAVLAPATAPAPAPV
PAPAPAPTPASRLSGTKRAASPPRLSARPVKKPTLDTAAVIASPAPSVPAPARVVAPPAPAPAPVVSKPLASASSSSLQP
PPPPVVATAPAAPAPAPSLFGRPGPGLGAPKPGGGLFGAPRAPGTGGGLFAPRPPGSGPRANAQPPGSLFGRKT*     
>Amac_AMAG_00695                                                                
MALRRIQKELTDLVNNPIPGVSAAPRTDDDLLQWRGSIAGPAGSPYEGGVFKFDIVFTIDYPFKPPTVKFSTKIYHPNIG
DDGGICMGLLKSEAWKPSTKTVDILNTLVNLFSEPNPDDPLSTVIAEEYRSNRAEFNAKARQWVATYAKP*         
>Amac_AMAG_00840                                                                
MPPLLLHSRRLQKELADLQRNPPHGIQVIDADDLSKWIVEIHGAEDSIYAGESWRLQLKFPHDYPMEAPEVIFLAPTIPE
HPHVRAVVPLAVQFRAETDARRGDDAQPQIYSNGHICLSILYDGWTPALTTSSVCLSLLSMLSSCTAKERPPDDDRYVRR
VGMNANPKKSNWLFHDDKV*                                                            
>Amac_AMAG_01804                                                                
MALSKRIIKETERLLADPAPGIQATPHEDNLRYFDVVMSGPSQSPFEGGSFKLELFLPDDYPMTAPKVRFLTKIYHPNID
RLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAQHWKDNEKDAINTAKEWTTKYAQ*           
>Amac_AMAG_01979                                                                
MSGQAQLPAAIASVSTPASASGSNDALAPRFMPQKAVLRILKELRDIERSPDSQFHLHYDEEDVTKDVLALITGSPGTPY
AYGLFSFRFTFPSEYPGVCPKVIAETTNNQRTRFNPNIYASGKVCLSILGTWQGQAGENWSSGTVTFDHAVARPECRILT
SLYVAHGVLSVLISIQSLMCERPYHNEPGFEKQGRHLAGRNVEQDIEAYNRKITHETIRIAVCSRIEGYLSNNKYIDRTF
EDVATWLFLCYYRRYLDIVATETKLVTAGAPFARMPFEGSGNTMEGRYEYAQLETRLHAIFQALQHETDSWIRQSREGSD
QWTEASSLTYGNLKSQFQQIVESKEFDGFMDVALGEGDNPFVWHLTVFGRPATHYEEGVFRVRLVFHPEFPAVRPRVTHV
FPGVGSHAYQRIECKTNDTPPPCNRFQTPFYHVNVSPDGYPYYRPERMDEVRTHLRAVTSFFTTDPDSDPTTHLNKEAAE
LFFGGRDKRKEYGRHARRCASRSTEYDQD*                                                  
>Amac_AMAG_02083                                                                
MAASGQLRASGYLKRIKTELDLLSADAPDGVQCRPRAHDTDTLDTSGLWLDAVITGPQNTPYAGGSFHVECCLARQYPLC
PPHIRFVTKVFHPNIDQNGRICVDILKEGSDAGRWSAAKNLRMALATVRMLLAEPNPDDPLDAEIAGIYRSHRTRFVATA
RQWTEKYAMGNENGALLDGDAPTGLVGADPTKTTTATPSASPLASPPASSTSSGPVSSNMTAPPLPLSSSSSSGLRSVAT
NPKPAPSNTSSLATPTVAPAPPPPSAPPSSSSSLFGRGSSTASGGGLFGARPSGGGLFGAALPSSSPAAAGATPLFVRSS
GAPTAAASSSRAAPAAAGAPAPSTIAIPAATRSKPALTRPDVKPVAAAPATRPSLAVKAPPAPAPPLATAPATAPVSLPA
PTPASAPAPAPKPAACVSGTKRAASPPPRLGARPAKKPTLDTAAVAPPAPSVPAPAPVVAPPATDTAAPIPAVVAPPSSS
SSLPPPSTTAAVPALRVPAPAPSLFGRPAPGIAAPRPGGGLIGAPRGGLFAPRPPGSAPLFGVVRPGLLPRGSTAGLTPR
QPGTGLFGSANARPAGSLFGRKT*                                                        
>Amac_AMAG_02345                                                                
MPPLLHSRRLQKELADLQRNPPHGIQVVDADDLSKWIVEIHGAEDSIYAGESWRLQLKFPHDYPMEAPEVIFLAPTIPEH
PHIYSNGHICLSILYDGWTPALTTSSVCLSLLSMLSSCTAKERPPDDDRYVRRVGMNANPKKSNWLFHDDKV*       
>Amac_AMAG_02589                                                                
MPDTRRLQRELKEAASATAADGSAIKLELVGTDLTHMKGEIAGPAGTPYEGGRFVLDIKIPDTYPFAPPIIKFETSVYHP
NVSSQTGAICLDILRNEWTPVLGIAKALLSVQQLLESPEPDDPQDAVVAAHYKRDRRDFERTAAAWTQFYAKTGDAATDV
DFDKLGVDARAVQRLVEMGFDKAAVVRALRQAQGNEDAAVETLLSSME*                               
>Amac_AMAG_02774                                                                
MFSWQATILGPSDSPYAGGVFFLSIQFPTDYPFKPPKVAFTTRIYHPNINSNGSICLDILRDQWSPALTISKVLLSICSL
LTDPNPDDPLVPDIAHLYKTDRSRYEATAREWTRKYAM*                                         
>Amac_AMAG_03147                                                                
MNAAGSSRTALRRLMVEYRALQKNPPEGIFAEPLGEDFFTWEAVIAGPPGTDYEHGVFTAEINFPTDYPLNPPTMTFTSD
MWHPNVYPDGTVCISILHAPGDDPNMYETSAERWSPVQSVEKILLSVVSMLAEPNDESGANIDASKMWRDDRARFSEVVR
GTVRKSLNL*                                                                      
>Amac_AMAG_03156                                                                
MNDASSLLLRKQLKELSKSPHEYFSAGLVDDSNIYEWDILIIPPVGTLYEGGFFKARMSFPKNYPEMPPTLRFLSDVLYP
DGRVCISILHPPGDDKYGYEQASERWLPVHTVETIMLSVISMLSDPNDESPANIDAAKEWRESFDMFKKRVGRIVRRSAE
DM*                                                                             
>Amac_AMAG_03725                                                                
MAANAAFKRLTKEYKAIVVSPPPLLTARPLENNILEWHFLLHGPPDTPYHGGVYWGKLVFPPQYPYKPPSIRMLTPNGRF
KPGDRICLSMSDFHPDTWNPAWSVATILSGLLSFMATDEVAAGTVAGTPSQRKALAAASHAWNREQKVFKEVFPEFCADE
KPAFGGSYDAPPKDAIVAPSTPAVPIPTPASASPAAPTVPAATQPIAPPSAPAMTAPVTPAAPAPAPAPSAPAGLRARTV
MTAHAAADAVHCHPPARGAAAAAAAANAGSVTSPTGSAVTTAAAPSPLVRYKWLVVAFLVWCYLFVSRIAVRFFPQATAA
SSAAA*                                                                          



>Amac_AMAG_03962                                                                
MSSPRRRIETDVMKLLMGDYEVNLINDSMQEFFVKFEGPTDTPFAGGVWKIRVELPDQYPYRSPSIGFTNKIFHPNIDER
SGSVCLDVINQTWSPMFDMINIFEVFLPQLLRYPNPTDPLNGEAAALMMREPAAYEAKVKDYVQRFASKEAYDASKESDS
ESDESESVGSLSDDDEPDMDL*                                                          
>Amac_AMAG_04306                                                                
MALSKRIIKETERLLADPAPGIQATPHEDNLRYFDVVMSGPSQSPFEGGSFKLELFLPDDYPMTAPKVRFLTKIYHPNID
RLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAQHWKDNEKDAINTAKEWTAKYAHE*          
>Amac_AMAG_04797                                                                
MVARVLIISSAKKPATKSASASKSSKAQRGPSTTPAVRRLMWDLKELQADPLEHVVASPLEGNLYEWHVNLVGPADLASV
CPAMAGSVWHMVIKFTDSYPSKPPSVVLCSSIPGHFNVMGARPADGFFPVCMVMLETGTLQETATHQYSGWSSAYTVRSI
LMQLQALLWHPDMYTHANAATQLSAAVQKAHEFQCTACGHSSTTPFPALSRPTSSARKTSDDDTAAATRIMLEMPRHIID
QLGHLRRILRGKDAPLRLAPTRKEGDSWTAVAKPQKKVVLVPHQVVAQSKKLAAQAKKQTTNGNDGGERQFARSAQAAID
HGNAGLLAKLPTELLLQVLGDPCLRMRDVFRLSSTCRYLHWACAAADVWHRFASTRSGLAGLAHDWRYLYMAEHNQAMRD
LRCWYTRAAFTEDVLGLPVEITVNPRTKKVDYAMPTMAFLSRTAFKDLKVRVTPGDKRTFTHWMPLYLSEDHFDRVFGDL
KQFIAALAEPTVVNPTFSAGMINDVFPKLLNTCAVLLADRGMHASDAAIELYTQLHRVWVACLHRFPKQQANVEQRLARF
MSSEEHRTKTTVPALGELVALLAVSEEYAWAQLAGPVLEETMHRNVLWIGKANPALIKGLQKQHHVAQTPNDDLLKTAYA
ATTVSRRLLAFHVLFLKEHRGQLTVNSKGAPAARSVAEMALTADVLYGKLPTRVTARIQSGIRAILDEMPHWGAWYRRMH
VTILSRLATTRWIHGAVSASLRKGYHSRTTDFGKIQARGVSKILLRGETYSVAPTARRIAVEETWSRAHGGLYLDASVME
VDAHGVARDHVTYVHRTSRGSAISHSGDLFEHARNEGLHRMTIDLDKLPADVQHLAFFMSAWSSASLKDIKAPYIRLTDG
AQELCTYTFAETVVGAHKSVMMAVLSRQMGVGGAPDKWAMRATGVFGHGDVSNDAPMRATVRQYIVEARAGQ*       
>Amac_AMAG_06444                                                                
MAGQVSYTAGIRHVYHPNVSSQTGAICLDILRSEWTPVLGITKALLSVQQLLESPEPDDPQDAVVAAHYKRDRRDFERTA
TAWTQFYAKAGDAAADMDLEKLGVDASAVQRLVEMGFAMAAVVRALRQAQGNEDAAVEKLLSSM*               
>Amac_AMAG_06446                                                                
MPDTRRLQRELKEATAANGSAIKLELVGTDLTHMKGELAGPAGTPYEGGQFVLDIKIPDTYPFAPPVIKFETTVATVQYQ
PCLALPALHPDSTVPAMPGTAHDTVATAVSAMPGSARAPGATAPPAPAGG*                             
>Amac_AMAG_06868                                                                
MAANAAFKRLTKEYKAIVVSPPPLLTARPLENNILEWHFLLHGPPDTLYHGGVYWGKLVFPPQYPYKPPSIRMLTPNGRF
KPGDRICLSMSDFHPDTWNPAWSVATILSGLLSFMATDEVAAGTVAGTPSQRKALAATSHAWNREQKVYKEVFPEFCSDE
KPVFGGSYDAPPKDVVVAPSAPAPVPTRTPAPASSSPAVPVESIAAATQPPAPTSVPDATTAPVTPAATTPAPAPAPSAP
AGLRARTVMTAHAAADAVHCHPPARGAAAAAAAANAGSVTTPSVSAVTTAAAPSPLVRYKWLVVAFLVWCYLFVSRIAVR
FFPQATAASSAAA*                                                                  
>Amac_AMAG_07788                                                                
MKRALAATRVVSVKPSLRQLAHALSIPLHPATRFTTSPSPPTSQASSTSRTLPSASALARTRRYPPAIARSTHPKPHGPA
AAAAPNLQTVLEQQPASPTMTPQLNHKNSAVRRVLKELAEFEREPSPRYTVTIPEEGNLFELHFTIRGPSDTPYAKGLYH
GALFLPHDYPFRPPEITFLTPNGRFEVKKKICLSVSDFHPESWQPAWGIRTVLVGISGFMGVESEGAIGSIKWTDEERAR
LALALLIFWLRSSAWCCSRCCKSNADLLPDLEQDSTAPNAKDAEADSHHLNFTYSSPSTSASASSTPVPASPAPSTLSPP
PSPPVPSPTLRVSLEPVVPSAAAPTAARETVLPRAEPLGELSRGVVGQGNVANGAVHTSRAQPALEFVASPAPPVSLNVL
DRLIFAVVAVMVAIVARRFLF*                                                          
>Amac_AMAG_07824                                                                
MSATKRIQKELAEIIASPPPNCSAGPKGDNIHEWIATILGPEGSPYAGGVFFLDIAFPPEYPFKPPKVSFKTRIYHCNIN
STGGICLDILKDNWSPALTISKVLLSISSLLTDANPDDPLVGDIAKQYKENRDEHDRTAREWTKRYAS*           
>Amac_AMAG_08522                                                                
MSDLCKQRLQEERKNWRKDHPYGFLCKPTKTTDGTLNLMKWEATIPGKTGTVRFHSRLRLLLGTRPVADVDVCSLVRFTP
ALFHPNVYPDGKICLSIIGYAWKPAITVKEILLGVQELLDTPNLASPANGPAYQLKRKSPVQYEKRIREIAKANAPNDQD
*                                                                               
>Amac_AMAG_08577                                                                
MSNRATRRAGPRFHSEDLVTLAATPDRVGIISRTHHDPDDDEDLDPNYDPAFNLAPDDVEISWTGNPPAAPQIYKESEVV
LLDRYFLPGDIVLHPTNPTMSGTVIEVEGRADLKDVRGSATLDDVDMALLEFKYPFLSVGGILFKDGWCGRLHDVSKCKY
GLHHFAQFPRPCSPCPLTHCSPSHRVQIMFSTGAVCEINEADLEMHAHIEFGDEHNSLSLDRVQPGLIVRVRRTFHDHVT
RWLTDSRSTGSGVGLIIDLHAEQLDVDWAFDTAAVNGPPLSLPDQLVDPQAVKYFRSSLEHATMFVGNLVQFRAHADTPR
LADGRDATPCYRLVKTRTFATVRWQDGTVQHGMRATELKIPLAVDETALWPGDICWNRQGQLQDLEDANDLTVGVVQSVD
PARRLAIVRWFDAAWEQLGVPETCSLYQISSHPNFTMDLADRVLVAAHKESPRSYAWFGEVVRIALDGTRDVFLANGQTE
THRFDQLTLVDPTEMGPLDDELGSEDGFLDEDGNMVDPSDEEWMTDDDEAAARSGSNDDDDEEEEERVSRDDDADEPMDV
DAATSTTGTTTTAAGDGAEPDVEPDLALAPAAPVIPGEEPFDVVDEDDTPLDPATLHFKDATPMTAALLRQIRKQHAALR
TGLPHGIYVRTFSSRLDLLVALVFGPDDTPYAGAPFLFEIQLPADYPRTPPSVYFMNRSGGRMNPNLHEDGKVCLSLLGT
WHGKSYESWNPSTSTILQLLVSIQGLVLVKHPYFLEPGYGKYQGTSDGTQNSRMYNERVRILSLKGTVAYLERPPSYLKS
TLDAYYTRGAGKDLMDSIPRELEDPSWTEGAKVMMRPVAEKLVRKLKALAEEAAKADEEEEVRAAADESGEQ*       
>Amac_AMAG_09022                                                                
MSTPTRRRLMRDFKRLQTDPPAGVSGAPCPDNIMTWNAVIFGPPDTPFEDGTFKLVMEFDETYPNKPPKVKFVSKMFHPN
VYANGDLCLDILQNRWSPTFDVAAILTSIQSLLHDPNPNSPANVEAAQLFRENIKEYQKRVRAIVEESWLS*        
>Amac_AMAG_09670                                                                



MLSSRCIILPLVVRIQKELAEIIASPPPNCSAGPKGDNIHEWIATILGPEGSPYAGGVFFLDIAFPPEYPFKPPKVSFKT
RIYHCNINSTGGICLDILKDNWSPALTISKVLLSISSLLTDANPDDPLVGDIAKQYKENRDEHDRTAREWTKRYAS*   
>Amac_AMAG_09709                                                                
MTQLNHKNSAVRRVLRELAEFEREPSPRYTVTIPEEGNLFELHFTIRGPSDTPYSKGLYHGALFLPHDYPFRPPEITFLT
PNGRFEVKKKICLSVSDFHPESWQPAWGIRTVLVGISGFMGVESEGAIGSIKWTDEERARLALAYVVLLTHPLRIPCAHH
DDENAPNAKDAEADSHHLNFAYSPPSASASASSTPAPASPATSALSPPPSSPVPSPASRVPPEPVAHAAAPPNVARETVP
PQAEPRRERSRDLSGQGNVAGGAVRTSRAQSEVDVVASPAPPVSLNALDRLIFAVVAVMVAIVARRFLF*          
>Amac_AMAG_09938                                                                
MSDLCKQRLQEERKNWRKDHPYGFLCKPTKSTDGTLNLMRWEATLPGKTGTPWEGGEYKLQLEFPRSYPQDPPVVRFTPA
LFHPNVYPDGKICLSIIGYAWKPAITLKEILLGVQELLDTPNLASPANGPAYNLKKKSPAQYEKRIREIAKANAPKDQD*
>Amac_AMAG_10001                                                                
MSNRTTRRAGPRFHSEDLVTLAASPDRVGIISRTHHDPDDDEDLDPNYDPAFNLTTRCDVPILQLAPDDVEISWTGSPPA
APQLYKESEVVLLDRYFLPGDIVLHPTNPTMSGTVIEVEGRADLKDVRGSATLDDVDMALLEFKYPFLSVGGILFKDGWC
GRLHDVSKCKVQIMFSTGAVCEINEADLEMHAHIEFGDEHNSLSLDRVQPGLIVRVRRTFHDHVTRWLTESRSTGSGVGL
IIDLHAEQLDVDWAFDTAAVNGPPLPLPDQLVDPQAVKYFRSSLEHATMFVGNLVQFRAHADTPRLADGRDATPCYRLVK
TRTFATVRWQDGTVQHGMRATELKIPLAVDETALWPGDICWNRQGQLQDLEDANDLQVGVVQSVDPARRLAIVRWFDAAW
ENLGVPETCSLYQISSHPNFTMDLADRVLVAAHKESPRSYAWFGEVVRIALDGTRDVFLANGQTETHRFDQLTLVDPTEM
GPLEDELGSEDGFLDEDGNMVDPSDEEWMTDDDEAAALSGSNDHGDEEDEERVSRDDDDEPMDVDAATTTTGTTTTAAAD
GDTEVEPDLASAPAAPVIPGEEPFDVVDDDDTPLDPATLHFKDATPMTAALLRQIRKQHAALRTGLPHGIYVRTFASRLD
LLVALVFGPDDTPYAGAPFLFEIQLPADYPRTPPSVYFMNRSGGRMNPNLHEDGKVCLSLLGTWHGKSYESWNPSTSTIL
QLLVSIQGLVLVKHPYFLEPGYGKYQGTSDGAQNSRMYNERVRILSLKGTVAYLERPPAYLKSTLDAYYTRGAGKDLVDS
IPKELEDPSWTEGAKVMMRPVAEKMVCKLKALAEEAAKAEEGESKEGEDARAAAADESSEQ*                  
>Amac_AMAG_10796                                                                
MAKVPRNFRLLEELEKGEKGIGDGTISYGLANPDDIFMSDWNGTILGPPHSVHENRIYSLTLHCDQNYPDSAPIVKFISK
VNLPCVHASTGRVRSHCSCTVVPNPRLTLRRWIQVEPSKLDCLARWSRNYTMETVLSEIRREMATSGRKLPQPPEGSTF*
>Amac_AMAG_13351                                                                
MSISEYFRQFELLLEAKNLGNPGHCPRGMYLTPSPDNIYQWHGVYFPPSGPYFTGVFRLVIDLPPTYPQDPPRVFFATEM
WHPLVNGTTRELDLHSPASPISVWDPARHRVLDVLWAVKYVFADPFFKSIREIPDPTLAPAPASPEPARSRTAGGGETLN
VPPITTPDMCVNREAWKMCHHEPKLFQKYVDTFVENSLAEETLYAAVPPENPIRFCSLPETELEKVKQKMLKTRPNPYAL
SLEEPIKQLEQAKRASRISDGTLELPTEHI*                                                 
>Amac_AMAG_13603                                                                
MSISEYFRQFELLLEAKNLGNPGHCPRGMYLTPSPDNIYQWHGVYFPPSGPYFTGVFRLVVDLPPTYPQDPPRVFFATEN
VAPARERHDARTRPAVPRIADFCLGPGTAPRARRAVGRQSIREIPDATLAPAPPVGSASPEPARGGTGGGDMLSVPPITT
PDMCVNREAWKMCHHEPKLFQKYVDTFVENSLAEETLYAVVPPENPIRFCSLPETELEKVKQKMLKTRPNPYALSLEEPI
KQLEQAKRASRISDGTLELPTEHV*                                                       
>Amac_AMAG_14727                                                                
MSAVCKARLQEERKQWRKDHPFGFYCKPCKQADGTLDLMKWEAGIPGKKDTIWEGGVYKLFLLFPDDYPTKPPKVKFDPP
LFHPNVYPSGTVCLSIINEDDGWKPAISIKQILLGVQDLLNDPNQASPAQADAYQLYKKDRAAYERRVRAIARENTPKE*
>Amac_AMAG_15216                                                                
MSAKERKQWRRGTVGQFNTTASPGKHELISSFYCKPCKQADGTLDLLKWEAGIPGKKNTIWEGGVYKLFLLFPDDYPTKP
PKVKFDPPLFHPNVYPSGTVCLSIINEDDGWKPAISIKQILLGVQDLLNDPNQASPAQADAYQLYKKDRAAYERRVRAIA
KENTPRE*                                                                        
>Amac_AMAG_17088                                                                
MIKISSLRKQKHENADKKKSAVSAAQIRVQKDLDELDLPKTMSMHHPDPNDLLHFTVTITPDEGFYTGASFTFTFDINAN
YPHDPPKVLCTHKIYHPNIDVDGKICLNILREDWKPVLNLNAVLVGLQYLFLEPNADDPLNKAAAASLRANRQTFAQIVA
RTLRGGSHDGIQYDKVM*                                                              
>Amac_AMAG_17124                                                                
MSSPRRRIETDVMKLLMGDYEVNLINDSMQEFFVKFEGPTDTPFAGGVWKIRVELPDQYPYRSPSIGFTNKIFHPNIDER
SGSVCLDVINQTWSPMFDMINIFEVFLPQLLRYPNPTDPLNGEAAALMMREPAAYEAKVKDYVQRFASKEAYDASKESES
ESDESESVGSLSDDDEPDMDL*                                                          
>Amac_AMAG_17416                                                                
LKHENADKKKSAVSAAQIRVQKDLDELDLPKTMAMHHPDPNDLLHFTVTITPDEGFYTGASFTFTFDINANYPHDPPKVL
CTHKIYHPNIDVDGKICLNILREDWKPVLNLNAVLVGLQYLFLEPNADDPLNKAAAASLRANRQTFAQIVSRTLRGGSHD
GIQYDKVM*                                                                       
>Amac_AMAG_17433                                                                
MSSPRRRIETDVMKLLMGDYEVNLINDSMQEFFVKFEGPTDTPFAGGVWKVRVELPDQYPYKSPSIGFTNKIFHPNIDER
SGSVCLDVINQTWSPMFDMINIFEVFLPQLLRYPNPTDPLNGEAAALMMREPAAYEAKVKDYVKRFASKEAYEASKESES
ESEESESVGSLSDDDEPDMDL*                                                          
>Bden_Batde5_6774                                                               
VVIRGLIGSPYADGLFKLDIQIPPRFPFEPPCIQFITPIYHPNIDDHGRICLDVLKMPPKGSWKPSIHLSGVLNSIRMLM
LEPNPDDPLSENIASEFKMDHALFTSKAKESTKRHASGS                                         
>Bden_Batde5_30465                                                              



MSTPSKRRLMRDFKRLQTDPPDGVSGAPCPDNVLLWNAVIFGPEDTPFEDGTFKLVLTFEESYPTKPPHVKFVSRMFHPN
VYANGDLCLDILQNRWSPTYDVAAILTSIQSLLHDPNPNSPANAEAARLFSDSRKDYNKRVRETVEESWNS         
>Bden_Batde5_26696                                                              
MNSIRRPSHDRQLRSATSAIWPSIKRLSFSIKPTRSFTDLGVVSSRHHPTSRIHSTHTRQFAEKCLQLEYTTLRVLAPSG
VYILPVPEAPTLWQGVVFMNEGLFNGGIFRFVIEAGDTYPDTIPVMRFTSLLFHPLVDPLTGVLDSTEVFPSGNSIPMGV
VVLIQYMKRILKVDVDDMVLWSLKKLQNSVSNLKQAAPCNMDACKLILNDRNAFMDKAKRSVDASKKYIYEDPDSEIKFS
PWDIDVHNRVLHILLTSNSAAEAIDGAFSSKAFDEMHSEMSETT                                    
>Bden_Batde5_37278                                                              
MATASSRSPAVKRLMKELAELRAAPSPEFTAEPLEDNLLEWHFTLRGPPDGGFLGGRYHGRLIFPVDYPFKPPNISFLTP
NGRFEVGKKICLSITGYHPESWRPAWGVRTALVALISFFPTKGEGAIGALDWSEEERRKCAVSSRQWKCSFCGVAMSNVL
PDETEAPTQKLELDPDITLSVGNNTDNKSVSITTVADPTTVCAVSEPLLKTSTTPTTDTQTDSQPKVSTHVDPSHSDTVL
TQEDPCASSTLQKEVLLKDMTATRQLEQEQHMLRTIRANKRTTLMQRLDAVIFAVVGLAAALILHKITIGY         
>Bden_Batde5_29762                                                              
MFLPKRIIKETERLIAEPAPGIEAHPHEDNLRYFDVVIAGPSQSPFEGGSFKLELFLPDDYPMAPPKVRFLTKIYHPNID
KLGRIYKWSPALQIRTVLLSIQALLSSPNPDDPLANDVAHHWKENEMAAIQTAKDWTQMHAK                  
>Bden_Batde5_14518                                                              
MSAICKARLAEERKLWRKDHPFGFWARPTKNPTDSSLNLMLWEVGIPGKVGTLWEGGVFKLRIIFPDDYPQKPPKCQFVP
PLFHPNVYPSGTVCLSIVNEDQDWKPAITLKQILLGIQDLLNDPNPNSPAQSDAYVLFKRDRAAYDKRIREQTAAHRSTD
>Bden_Batde5_9165                                                               
QELADLTKNPMSNVSIGPKSEDNLMNWEGIVTGPANSPFAQGIFKITIDFPVDYPFKPPQIKFATKVYHPNIDHDGTICL
GLIKTDAWKPSTKLSEVLMAVVQILTEPNPEDPLVPAIAEQFRQDYAQYTKTALEWTRKHAQ                  
>Bden_Batde5_85114                                                              
MNTAAPSHTVSSSKPTVADNSGVTKRLQSELMSLMMAKIPGVSAFPEADNLMSWIATIIGPQDTPYVGLKFKLSMKFPPT
YPYTAPQVKFESNCYHPNIDMSGNICLDILKDKWSAVYNVQTVLLSLQSLLGEPNNDSPLNAQAAQLWGNDAEYIPHVLS
HYNAGNI                                                                         
>Bden_Batde5_85134                                                              
MAKVPRNFRLLEELEKGEKGIGDGTISYGLANGEDLLMTKWHGTIIGPGHTAHENRIYSLKITCGEDYPDRPPVVSFCSK
VNLPCVNQQHGKVEKLPCLDNWKRSYTIETVLSELRKEMASSANKKLSQPAEGTMFAGN                     
>Bden_Batde5_9361                                                               
MASKTSTALKRLMTEYKELTLNPPDGVTAGPVSESNFYEWEALVAGPEDTPYAGGVFTAILSFPKDYPLSPPTMKFICPM
YHPNIYPDGTVCISILHAPGDDPNMYEHASERWSPVQSVEKILLSVVSMLAEPNDEGGAHVDASKMWREDRKQFDEIVRQ
TVKHTLGL                                                                        
>Bden_Batde5_9569                                                               
RIQKELAEISLDPPCNLSAGPKGDNLYEWVSTIMGPAGSPYAGGVFFLDIFFPPDYPFKPPKVVYRTRIYHCNINSQGQI
CLDILKDNWSPALTISKVLLSICSLLTDCNPMDPLVGSIAQQYVKDREEHDRIAREWTRRQVRLKSISTMCFFAFHHDYF
>Bden_Batde5_6281                                                               
GISYRFVNNSLFQWHVTLQGLKDTLWEGGIFKVDIYFGEGYNDEPPSIYFLTVPFHPNIDMNTGKPCISFLDFENEWNSS
ISMQAILLQLQCMLSEPCLESPVNPAAADIFQRSPRLYDQLVQDSV                                  
>Bden_Batde5_22905                                                              
MSSNRIHSDAPLQNQTESSTSNLFRRYQLLIEYKNLRSSNSCPTGVYVIPDIDNLYLWHGTIFLHRGHYKEGVFKFYIEI
PDSYPEQIPIVRFITDMFHPLIDRDGYFNLGQQFIRWRPYKDFICHILHYIKNSFRESTMCSLEGKFKNEKQYFSKLAAQ
CAQLSSSEPILFDKDSNHLMTFTPIDDSQFAHIQSLLYESVGHKAQPVTET                             
>Bden_Batde5_86247                                                              
MLNIMSLKRDKATAGDSNASGSGSKKPKTSAAQIRLQKDLGDMDQLPSTMSLAFPDGDDLFNFTFTITPDEGFYKDGVFV
FTFKVNADYPHKPPKVLCTQKIYHPNIDLSGNVCLNILREDWKPVLNINSIMVGLQYLFLEPNAEDPLNKVAAEVLRANR
RQFEHNVEKTMRGGSLDGVVFDKVKK                                                      
>Bden_Batde5_34481                                                              
MASKGAYKRLTKEFMLIQASPTPFIVAKPLDNNILEWHYILTGPPNSLYEGGQYHGKLNFPSDYPYKPPSIKMMTPNGRF
QTDFRLCLTMSDYHPGSWNPAWSVSTILTGLLSFMLEDHATTGSITTSSAEKRQLASKSKKWNLSSPKFKEVFPEVCREM
EEEMNAKAAGQNLDSSKSTKSLSSARMSSSSCQLSQRHNSTGAVVGSARGSETEPARLVAAPSKKPSTPWSFRSHTIGAV
ILCLALYLITVKIFSRTQ                                                              
>Bden_Batde5_29651                                                              
MSAESQSALLLRRQLKELAKHPVEGFSAGLADDANIYEWDVMIMGPEGTPYEGGFFKAHLSFPQNYPQMPPEMKFISEMW
HPNVYPNGGVCISILHPPGDDKWGYEQAGERWLPIHTVETIVLSVVSMLSSPNDESPANIEAAKEWRDNNKEFKKRCRVI
VRKTHEG                                                                         
>Bden_Batde5_89472                                                              
MVYIIVKQTSLENIAPEVIKRIAREVADIKANPPEGILIIEDESNILDIQAWIQGPGTPFKTGCFRVKLMLNSSFPQSPP
KGVFLTQIFHPNVSESGEICVSTLKKDWKSEFGIKHILLTIKCLLIVPNPESALNEEAGRLILEDYEEFSKHAILITKIY
GQNPDIVFTNSEGSNTASDDKKSATKTIKAIEKEDGNQLGKSSVQKRSAESALDGSKTTKVTLDKRRTLRRL        
>Bden_Batde5_35380                                                              
MSSPRRRIETDVMKLLMSDYEVTLVNDNMQEFYVRFHGPTDTPFSGGVWKVHVELPDQYPYKSPSIGFMNKIFHPNIDEL
SGSVCLDVINQTWSPMFDMINIFEVFLPQLLRYPNPTDPLNGEAAALLMREPTSYDSRVKEYVSHYATKEAADAATDESS



EDDMSSIGSFSDEEAPGMEL                                                            
>Bden_Batde5_11072                                                              
MTSYTAANRLLKELNAHQRKIRLGCSHDSQLVILQPQSDQDLFHWNATIYGRSNTPYAGGQFELEILVPKDYPTDPPRIR
FITTICHPNIHIKTGEICLDLLNKAWSPAWTLESTCMAILDLLSNPEADSPLNCDAANLIRSGDHRGYNSLVQMYTALHA
CISDSQCSRQQ                                                                     
>Bden_Batde5_91378                                                              
MVDIKRIEREIRQCHADKDTTISVQPVNDNLCHIKGFFQGPSETVYEGGKFVIDIKLPDEYPFKPPKMVFDTPIYHPNIS
SQTGAICLDILKDAWTPVLTLKTALISLQSLLCEPQPDDPQDAQVAKHYLSDRAGFDNTARYWTKAYASADTVSVVNEEA
GLNQQTIQRLVEMGFERQTVVRALKQTDGDENQALEVILSGNI                                     
>Bden_Batde5_14888                                                              
MALKRINKELADLGRDPPSSCSAGPVGDDLFHWQATIMGPSDSPYSGGVFFLSIHFPTDYPFKPPKVNFTTRIYHPNINS
NGSICLDILRDQWSPALTISKGKHAFLLSICSMLTDPNPDDPLVPEIAHVYKTDRARYESTAREWTRKYAM         
>Bden_Batde5_17438                                                              
MSGLASKRLVKELRDLKTKAPVGISIKDPEDSLTCWYISIDGAPGTLYEGEVFTLQFKFSKNYPLESPEVIFVNQIPVHP
HIYSNGHICLSILYDQWSPALTVGSVCLSLQSMLSSCTKKELPSGNDAYVRSSRKSPKDTLWAFHDDTV           
>Spun_SPPG_00294                                                                
MEDLNQPALAPSAEDSSLSASPSQYDDYLRRYELLLEFKHLNSGKNCPPGIYLKPSPDNVNEWHGVVFIHRGYYKEGVFK
FIIQIPRTYPHDPPAVLFLTDMFHPLIGRDGYFNLAQQFPQWRPRRDYICHILHYIKNSFRESVLTSLQEHSCRNPEAYK
MLHNERGVFAKLAAQCAQISVSQDIIFDNDDMSHIHFSPLTDEQFEDIKAQMILSVAKS*                    
>Spun_SPPG_01248                                                                
MPDARRIEREIRQVQSDKTANVYVQVVGDNLCRLKGMIAGPQGSPYEGGQFLVDIELPDDYPFKPPKMRFETPVYHPNIS
SQTGAICLDILKDEWSPVLTLKTVLISLQSLLCDPAPDNPQDAEVAKHYLSARADFEKTAREWTQIHAIGGSSVDQIGKT
VGVDEVGLDQGSISRVCEMGFERGLVVKALRQFEGDEGQAVEAILSGTIS*                             
>Spun_SPPG_01747                                                                
MISIADLVCQESQDPIRSRSQDLYPPRNDIYKASLQPRKLAPPPLDIALARLSGTPGAPRVATYPSPSPDNRYDALSRTM
PHGHGRTATFKTAAIPLVNRSSSEYGHLYQPHHHEPAQACCSHPLSVAPSPSLSPPVHASSSCGRHSPRRSFDLGNQISQ
APADCEKQSSHIAYPPSPRDSERSFSSSSTVSESEPFELSPSTPVHHHDTQKDSADQEAANAHFAAVLQAAALEHYREGK
KPFSPDPARSHTCAVPLLVAIHSHTRSPLLRPSVQIPSQTSVDSRQFFVKAKAMTTVSSPRKPSHAGVKMTSDGASVAKR
LQNELMSLMMAGIPGISAFPDADDLTCWTATIHGAPGTVYEGLKYKLSMKFPATYPYNAPTVTFKTPCFHPNVDMNGGIC
LDILKDKWSAVYTVQTILVSLQSLLGEPNNDSPLNNEAAELWDQPDLFRKQVLSVHPGNDE*                  
>Spun_SPPG_01821                                                                
MLNDLSTVFIELLDLSKDPPEGIKTILNMDNITDVQAWIQGPEGTPYQGGCFRVKLTLGGDFPTAPPKGYFLTKIFHPNV
SKTGEICVNVLKKDWKKEYGIGHILLTIKCLLIDPNPESALNEEAGRLLLEDYSAYAKHAKLITSIHGINRSIQFGKLQE
NCDDTEATKTRRSEKMCENTGPNIKAAAGAAEVLTINNGGTTSPKKRGADKKLEQAKMDKKRTLRRL*            
>Spun_SPPG_02441                                                                
MSNAAQHALQRQLKELMKHPIPGFRVAMKDDNIFEWEVGIIGPFRTPYAGGYFLATLKFPQDFPFNPPTFTFNSPFFHPN
VYPDGRLCISILHPPGDDPLSGESASERWNPTQSVESVLLSILSLLNDPNCSSPANVNAGVLYRKDRGAFEEIVRAQVEK
SRGDIPGDLVMPTSEADFVIKPPPPTDDDENFWYEDDEEDEEDEDEDEDEHEEEDEDDDASV*                 
>Spun_SPPG_02725                                                                
MLNIMSLKKKKAEGGGEGGPKKPKTTAAQIRLQKDLGELDKLPSTMTMSFPDPNDVFNFQLTIRPDEGFYKGGIFRFTFK
VNTNYPHEPPKVLCTQKIYHPNIDLEGNVCLNILREDWKPVLNISAVMVGLQYLFLEPNADDPLNKEAAEVLRSNRRLFE
QNVTRTMRGGSVEGVSYADVTR*                                                         
>Spun_SPPG_02763                                                                
MSNRTLLRIQKELHDIQKDPEHQFHVWYNDENITHVHALILGPPKTPYCLGMFDFVFNMGEDYPQGPPKGSSARANLNFE
PSAIQSLLSDKPFHNEPGHEHETDETVIEEYNQKIKHETLRVSLCDRLEEYLGWTTSNDSNRREGSKSIKRSFCNCQSQS
PFIDIVKRMFLMYYDIYLDVVDVESTKVRDGTAFKLARFEFGNNLMDGHYQYSSIRTRLEAIQKALLAETTQWIRESRQW
LTSETTTASNLRSQFDQITASREYDGSILLELEEDNPFSWSVTIIGMPMTQFDGGMFRAQIVFHDSFPEVAPRIRFVCEM
FHPQVTRDGVPYYRVQRPEDVRQYLDALKKLVSEEPLADPTTHLNPKAAMLYWGTKEQRRDYNRNARRAAQRSAEY*   
>Spun_SPPG_02834                                                                
MNRRIGSTALKRLMTEYKELTTNPPEGITAGPITEDDFFTWEALIPGPDDTPYEGGVFSATLTFPKDYPLSPPVMKFTCP
MFHPNVYADGTVCISILHPPGDDPNMYEHASERWSPVQSVEKILLSVVSMLAEPNDESGANVEASKMWREDRKKFDEVVR
ANTLRALGL*                                                                      
>Spun_SPPG_03106                                                                
MSSIFTKRLTKELRDLQANPPMGITVQTAEDDLKCWRVTVRGAEGTLYEGETFVLQFKFNNNYPLESPEVVFVDNVPIHP
HIYSNGHICLSILYDQWSPALTISSVCLSILSMLSSATKKERPPDNAMYILTAKKSPKSTTWAFHDDSV*          
>Spun_SPPG_03397                                                                
MANDDSQSALLLRKQLKELTKNPVEGFSAGLADDNIYEWDVMMVGPEGTLYEGGFFKARLSFPTNYPQMPPKMRFISDMW
HPNVYENGEVCISILHPPGDDKWGYESASERWLPIHTVETIVLSVISMLSGPNDESPANIEAAKQWREDPKGFKRRVQRT
VRKSLED*                                                                        
>Spun_SPPG_03569                                                                
MSSPRRRIETDVMKLLMSDYEVTLVNDNMQEFYVRFHGPKDTPFTGGVWKVHVELPDQYPYKSPSIGFMNKIFHPNIDEL
TYGICMGRSGSVCLDVINQTWSPMFDMINIFEVFLPQLLRYPNPTDPLNGEAAALLMREPTGYEAKVKEYVSRYATKEAA



DAATDESGSEDDMSSVGSFSDEDAPGLEL*                                                  
>Spun_SPPG_04246                                                                
MAKVPRNFRLLEELEKGEKGIGDGTISYGLADGEDTMMSNWNGTIIGPGHTVHENRIYSLRIFCGPEYPDRPPTVSFVSR
INLPWVNQQNGKVERLGCLDSWKRHYTIETVLAELRREMANPAHKKLSQPPEGSTF*                       
>Spun_SPPG_04490                                                                
MDAVTRRLIKELRDYQRDPNPQVVELSPTSDDNLLAWRAVIAGQEGTIYEGGRFDLDIVVPNSYPMQPPTIKFIGRVCHP
NVHFKTGEICLDLLKSAWSPAWTLQSACVAIGVLLTSPEPDSPLNCDAANLLRCGDMRGYNSLVRMYTQLYAVPSTAAIM
SSTS*                                                                           
>Spun_SPPG_05152                                                                
MKIRTDKSEKFLEREKLKRKRETTQFRESYELYTLQKDTGTGYGGQCYTRGGRNLTAKISKEREHMDELASACVTALKNF
LPNSNRQPEPYMFDYLPDPDLRKVLTESCFLPWILEYLQNDSLMDIANRSSLYFNIISLLDLLSTHEYLIPILIQRFPEP
QISDYHELCENRRKKMKTTDMNVKPQQHSVPQPTAVKELDYTVPLLDALKTLVQQTNVFSQSMMVTLSDNIGVQEGEENG
GALNADQEEMMKVVTLATDINDLWKKINDRISSFRLLHKGANEKFDDPSKLDRPSKSEVKMKDETPKKPKTYVELMKLRL
LQYAEIWSDRNPAPKTIDGTQILKSNRTIYIAKEMATLSTSLPCSDSSAVFVRIDNDNMNIIKCVITGPTETPYSYGCFE
FNITFPNMYPDVPPQVTLLTTGNGSVRFNPNLYQCGKVCLSLLGTWNGSASERWQTGKNQSTLLQVVTSIQSMILIDTPY
YNEPSHGTPQKTRLQNIQYNRVIRRNCVKEAMIGILRKPPVGFEDVIRDHFYLKETEIMKQVKEWAAEDDRWDGTHYIDA
MGATHQSFRSYGMMSGAVSGILGRIAPSNSGSWEKLIASLEAVYPVSPSRGNCPSWKVAIYNVHRADDVCKRTSRITEQH
GPGVDVPDRGDMENLDDAQTHPTEVLHLLLQQLINLCRGIEDCKGNVHLADDVCKERPRINKQHGPGVTSLTGKTWKILM
THRPIQQKFPAKNPTAPTGPPQKVIKRHPLPHPPTLSSLSSLALGRRKTRARPGNLALNSTRSKSHNRITLKVVVGMQRD
TSLRWAPGTVDVRAPEMEGARSCLSLRAMRASS*                                              
>Spun_SPPG_05969                                                                
MSSETTTTVSASSSQATANGSSSTAQSTPPSTTNSSSITATVPATVPSKGTASAATRIGRASMSNSAKRIQKELAEISLD
PPCNCSAGPKGDNLYEWVSTIMGPAGSPYAGGVFFLDIHFPQDYPFKPPKVTYRTRIYHCNINSKGEICLDILKDNWSPA
LTISKVLLSICSLLTDANPHDPLVGSIAQQYLHDREEHDRVAREWTKR*                               
>Spun_SPPG_06286                                                                
MSTPAKRRLMRDFKRLQTDPPEGVSGAPCPDNVLLWNAVIFGPEDTPFEDGTFKLALTFDESYPTKPPHVKFISKMFHPN
VYANGDLCLDILQNRWSPTYDVAAILTSIQSLLHDPNPNSPANAEAARLFQEDRKDYNKRVRETVEESWLN*        
>Spun_SPPG_06555                                                                
MATTSRSSAVKRLMKELAELRNDPSPEFTAAPLEENLFEWHFTIRGPAEGGFEGGRFHGRLIFPSDYPFKPPNISFLTPN
GRFEVGKKICLSITGHHPEYWRPAWGVRTALVALISFLPTKGDGAIGALDYTEEERKAYATKSREWICPSCGVKNSEALP
DEADAPSERLQADPDISFTTADTGKNAAGAQSTESARETVEEPLVDRANTGEDNQSHASVDELPKSSERSPTSDQETKLA
TARSQAQVQAASHSSPAATGSTSSASQNSTSMRRRPSAVTRGLADRRAAQPGIPNTLPQLQQQVRQIDQLLGLVLFLLAI
LVMRRMSVWFGDSEEIPL*                                                             
>Spun_SPPG_06608                                                                
MNAIPTIDQRMHLIDLIFQRTQELQDLGRDPPSSCSAGPVGEDLFHWQATIMGPSDSPFQGGVFFLSIHFPTDYPFKPPK
VNFTTRIYHPNINSNGSICLDILRDQWSPALTISKVLLSICSMLTDPNPDDPLVPEIAHVYKTDRARYEATAREWTRKYA
M*                                                                              
>Spun_SPPG_06897                                                                
MSLPKRIVKETERLMAEPAPGISATPHEDNLRYFDVVIAGPQQSPFEGGDFKLELFLPEEYPMAPPKVRFLTKIYHPNID
KLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAQHWKENEKAAIATARDWTAQYARG*          
>Spun_SPPG_07070                                                                
MKVNIFKRRKSQNTAPQIPSEYSHPAPPPVPPPSPPLPPMNANNSTIIDCLQAPTWSTPAATKALQRELRRIHKTQCETP
EAERGWSVDMDALTNLYQWKALLFHFDESLPLQQDLKAKKVTEGIVLDVRFGPDYPQSPPYIRVVKPRLLQFANGGGGHV
TAGGSICMELLTTTGWNPKMTMESVLLSVKLAISSVDPQPARLDSGTRWKKGYSAGEAMQSYVRVANQHGWGVPGTWYGL
FNS*                                                                            
>Spun_SPPG_07072                                                                
MSFLSLAFGFWARPEKNADNTLNLNKWSVGIPGKPETPWAGGTYPLTMTFPDDYPQKPPKLQFPPKFFHPNIYPSGTVCL
SILDEEKDWKPSITIKQILLGVQDLLDDPNLESPAQQDAYVMLKRDKSAYVKRVRAQAREYASRE*              
>Spun_SPPG_07540                                                                
MASKGAHKRLTKEYIAITKNPPDYIVAKPLESNILEWHYVIRGPPDSPYEGGEYHGKVIFPADYPYKPPAIKMLTPNGRF
QTDYRLCLSMSDYHPGTWNPAWSVATILTGLLSFMLEDAPTTGSIKSTLEEKRLYARKSHQWNLNNGKFKEIFPDLCTPE
LAPLPNAPIAKPPLKPALKSAAHPAVPNPSDLHRRTTTSTSSPSVSTSAATQATNRHAVGANEAGVVVANVWQNVRSNIW
RVLLLVVFLYLVVLKVVDRVAEDSDEM*                                                    
>Spun_SPPG_08112                                                                
MFFDEEYNEKPPEIYFMTVPFHPNVDMNTGRPCVPFLEDSNEWDPETPILSILVYLQAILANPGLDRPVNIAASEIYTSS
PRLYDQLVRDCVIASRRINVGLAPFEEEEYLNQTSSDKELKTISPIIPAHSLTQPYIRTISFDDYYEFWKSLATSIPQKP
SKPGGPRIPDELMFPSQSKVSEDQFREMMERQRDLWFGRFQRKAVQKKPEQQSKTARIDAMRRIYSMKESDDSKSEQIDN
RRTQRVEETHWDGDSGHQIDMAPLGGESVLDDRWIKPKEHIHSDDWEREADDLLNWTAQLAHPPSDHIT*          
>Spun_SPPG_08287                                                                
MALRRIHKEMADLARAPQPNASAGPVDESDVLHWSGRLVAPDESAYKGGVFKITIEFPTDYPFKPPKVKFATKIYHPNVD
DDGSICIGLLKSEIWKPSTKLVDVLTALVDLLQNPVPEDALQPSIAQIYNSDPAKFKKTAKEWVKKYCDKAA*       
>Ecun_XP_965937                                                                 



MFKPSAHRRLPREDDIIQEDDEDGPLWPSALRRLSNEEERLKIADGDERKLFSAYPRGSMENRDYKVWDIYFTLGGDSLY
AGRILKAVMKFPSSYPLRPPTLKFVSKMFHPNIYEDGKMCISILEEDKQQDSSVFGDPKDKWTPVQNIRTIVMSIVVILN
SPNISSPANVDASVMYRDNPEEYIKEVIRIAREEDEKLRRTDPQAREVALQMKAEN                        
>Ecun_XP_965929                                                                 
MDSESCRYFPHLPLSASLLPLGLQRSTVSRSCHPDASFSLGFHPSMSNLERLLAEQENLVKSRKYKFYAIPLPERPKKNI
TRWECGIPGPQDDVYEGSYYTLYVDFPDDYPFSPPQVMFKYPVYHPNVYPTNQVCLDIIGDRWKPSLNIMNVLCGIQQLL
GSPNTRSPANTDASGCLRRDPAGYLESVRENIKRYHSKPEWRGL                                    
>Ecun_NP_597216                                                                 
MVKLNPRIKNEIQKLYNANYEVRMIEGKQTQMEVLINGPEDSPYSGAKYIVNILLPDNYPFKSPSIGFTTRIFHPNVDEA
SGSICLDVLNQIWSPIYDLLNIVDILLPQLLSYPNAADPLNCEAGSMYLNNREKYNEVVRSYVKKYAIPATKEKIDVETN
NNISDEESLGL                                                                     
>Ecun_NP_586505                                                                 
MKPTNLIMGEIGSDSAAIKRIKKEYALLESDKGDQRKKDSTSKYIRIVPFVSGDLFTWEAYLTAPEESVYKGGIFKLLIT
FSNEYPFKPPKITFQTPIYHPNINSSGMICIDILGKEWSPALTLNSVLLSLLTLLDDPNADDPLRPEVADIYKTNKEEYR
LRCQESARKAMENKK                                                                 
>Ecun_NP_586270                                                                 
MNPLETSSFAAFRLKTEVGSIQLLPGASLSVVRSGEEKYIAEVEYTMLLSEGIYEGRVLRFKLKIPNAYPFKPPKLLCLD
NVFHPNVDDDGNVCMEILRLGWRPSHGLESIFVNLYVIFVEVTGEDALNTKAGDLFKSDYEGFVRAARSRK         
>Ecun_NP_586246                                                                 
MSTPAKRRLMKDLKRVRKSPCRTIFAEPLEDDLMTWAAVIFGPDSTPFEGGTFSLVLTFPETYPQDPPAVRFVSEMFHPN
IYPNGELCLDILSNRWNPSYDVIGVLISIQSLLNDPNTTSPANTDAASLFSTDPRSYARKVKDSVIKSWVDVENLRDKYT
DN                                                                              
>Ecun_NP_586209                                                                 
MATTNGKNSRLAIEMESMSRDPPPGCSASPISPNELDKWIAVITGPPGSVYEDGIFELLIVFPPFYPFSPPKVTFKTRIF
HCNIFEKNICLDILKDQWSPALTIDKILLSIISLLQDPNPDDPLNKEAADLYRNNRAEYNRKAKEWVRLHASKHKSEE  
>Ecun_NP_584746                                                                 
MANKGGFSKGLLLKDYKRMQENPNEYYSVGLVDGDIYTWEVMIFGPRKTPYENGIFKGRMLFPTDYPDSPPKFRFCSKMW
HPNIDENGNVCISILHNPGEDEYGYESLGDRWLPVRTPESVILSIITLLTSPNCESPANVDAAQHLRENEREYRKKVMEL
AAMTLDLYDKEG                                                                    
>Npar_EIJ89774                                                                  
MLQNANSIKRIMKELRDIQESEKNNPEGNGEHVVRIGPVDEADMYTWRGKITPPVGSDYHGGVFYLDIKFPTDYPFKPPR
IRFLTRIFHPNINTNGTICLDILNEKWSPALTISKVMMSICSWLDEPNPDDPLVPNIASMYKTERAKYSETCQEWTTKYA
LDTSNDIDAWK                                                                     
>Npar_EIJ89394                                                                  
MLRIEAEFKELVYSSNEKVSLLCENESFILVYTLTLLDGYYKNHTYVFNINIPQNYPFSPPKPVCITKVLHPSIDDLGRI
CLNITREDWSVQQTLQVVIFGISSIFYDVPTENPFNQKAHSLLMKNPSDFIKEVNLVYNSNKI                 
>Npar_EIJ87380                                                                  
MNSEQRILQERENWRKDRPFGFVAKPQMRKDKTLDLFNWICTIPGPEGSPFFGQDLSLKIEFLSSYPTSPPVVKFVQNIF
HPNVYNDGYICLDLLDHAWSPSLNIKTILLAVQTLLAEPNIDSPANVKAANLYTQKPGEYNSIAIKRLSVKRKASQIGQ 
>Npar_EIJ89729                                                                  
MAVFRTGPLRQQSVRRLAAEYMQLKNDPDTKWFEIDPEPEDFIPFSDSNIEYVRKWEITITGFKDTVYEGYSLKADIYFP
SDYPLSPPRVMFTTKMYHPNIYNDGRVCISILHTAQSDPHSDELDTEQWTPVLSVRTILLSIMLLLNEPNPDSPANLDAA
LHFRRNRADYEEYVKTKILGVHYCE                                                       
>Npar_EIJ89097                                                                  
MNRLRTEVKKLLKKNYPVEYEDSSAGSSFYVIIKGPPGTPFSQGKYKIRIFLPKDFPFKSPSIGFVTKVFHPNIDESSGS
VCLDVLNQVWSPLYDVLNIIETFLPQLLAYPNPDDPLNIEAGKLYRENIEAYEKKVCEYVNQYAKEDDLHDADLLEEIV 
>Npar_EIJ89007                                                                  
MANIWGEQRMKYKESGQHIKRILNDLAEMNNDTSACFSAGPADSDNLLIWKATIFGPEGTPYEGGSFEFDIAFPLNYPYA
PPKVRVCTKIFHCNIKDTHICLDIIGKEWSSALTISKVLLSITSLLADPNPLDPLDTNISKLYNENKAEYMRIAREWTQK
YAML                                                                            
>Npar_EIJ88471                                                                  
MIGEKADPRRRSKIFITKELQRISKSPSENYSVGLLNNNIYTWEILIIGPRDTIYENALLKALMVFPETYPEDPPTFKFL
SEIWHPNIDVDGNVCISILHKSGDDEYGYEDASERWMPVRDINSILLSIILLLVEPNSESPANIEAAQEYISRRADYNKK
VERLVQKTIE                                                                      
>Npar_EIJ88333                                                                  
MSTPTRRKLMRDMKKLLEEPLENILAVPSKEDIMDWRAVIFGPEDTPFEDGVFELKLSFTESYPQHPPEISFISDMFHPN
IYPNGELCLDILKNRWNSAYGIGQALLCIQSLLNDPNTNSPANSVASNLYLNNYVEYTRRVRNSVEKTWAAKLSTN    
>Ttra_AMSG_00539                                                                
MLGLGSMMMMQASTNENLPPAVMRRLVKELKAMKRSPPDGIELVIGEELSQVTADITGPEATPFEGGVFRVLLKLTCEFP
AAPPAGFFLTNIFHPNVRPETGEICLNILKKDWKPDLGLRDVLLTIKSLMIFPNPESALNETAGKLMLEAFDEYASRARL
MTSIHATPAAARGDSLAASKSQPVAAAEAAAGSVTTASTTLTDATNAPASTAPPSKIATKTAAAPKGVSKKKAKAGGKKK
RGLKRL*                                                                         



>Ttra_AMSG_00634                                                                
MASGIARGRLTQERKRWRKDHPHSFFAKPRKLEDGTLDMLTWNCGIPGAEGSIWEGGVFKLTLTFGEDYPSKPPVARFNP
PLFHPNVYPSGKVCLSILAEDKGWSPSITIKQILLGIQTLLTEPNIQDPAQEAAWVSFRDDKKEYERVVRAYVERLRATL
*                                                                               
>Ttra_AMSG_01082                                                                
MDKDPGGLSGAGPSSCAGGSRETMAVGRAGGDREVALQLHRELNGELVGAGGGGMALQTDVGGVAMSSNRGLLTSTPPPP
SPTAVSLMGRESLLEALAAVSRSEGKGEGASRADSSSSSSSAVQLDAAVAESLIERVASEARLRPRLSAQASRRVELDVT
RVRKLKYKNVRVERSKEADDVVKVWVAGSEGRAGDGAVFAGVWLEFDVIFPADYPWSAPGVTLVTGAGSGAVVHPHLRPP
QPLALPVLGNCPGWEGRGPVWTPSSTLESIVVSLVALLSPRPWAEAGVFGGSSGGSSEGELVAAQIALHQVLRFCVCEPM
EEHLNGGGVHELAAEQIFGLRCVGLMSHVDEWCELCRLWAPDVDGLLLEDPLRLNVGVFDFAELLARLDALRTVAASLA*
>Ttra_AMSG_01292                                                                
MAASSKAVRRIMKELERVGKAGEELANTEAGPVSDTDMFTWKAVLRNVGEPYAGGEFELQITFPEDFPFKPPTVVFVTPV
YHPNIDKSGEICMPILKADVWRPMNSVINVLTAVRDLMEEPNPSDPLRPKLAAQYLDKRAAFDKAAKKHTKTHAKPKK* 
>Ttra_AMSG_01478                                                                
MSELSTAESIVQEVHAGMAKANNHAAGVTDVSCSRDGDSSPWTLSLVLVPDSDATVLASISVDVLIPAAYPHADDEYLFV
SLKAEAPSPAAAWASDINSSTMAQPPASLSVAGLVERMVASYALRSKRAHSPAAGKSEVFSDDSDDYEFDDDGYGSSSVI
EMSGYSSDGELGLGGDLDVTSEAYLEQELRVLKLKKRWRVKEDELRAAKEREEEAERRRFRARRTSREKMQEEAKQVFTS
SAASGILTNDLLELMKEEAASGIVVTPIDDNIYEWSVKVSQFDESSDMAAGLRAISAAHDYDYAELRVSFVMDLHPFYPP
TVSLVRPRFQAFMMSKVTCMDALKFSNWNPVVSMKAVLTQIKNLLASLGRLEVDDPRNDPIGYPEGAYSELERNLLKLET
TSEVEARANIIYADQLAEFGAAALAPQVAPPDIAGPPSVTITSRDDGTPVKKRETMPVGESPLAAEPPLASPGESEMQPE
ATKQQYWAKGTGYGHGSGLSASWDVNAYLAAQQEKDIRMVRILDAVRDAIAVPDLPAEHVRAVTESALVPFIVLQLRNDA
LLDIARHDKLYTVVFDIVAAIASSPDLAPLLDLADNQTSSIFSQLTKLATMAKAFLRIVGSVASPTQTAASYAFAVRAYN
TASAAGHTAPSSDEPSSDKQAGLARAILAVYEAAVEATKAVRAATRVAMDIEGGAGSSAKGKTDDESSAALPSSASEFRP
LAADAQDAEAESLYAHALGELQFREGEMDMTKHHYQKMVLSMPPPSAPKILRLAQEQSSLATSLPLTLSSSVFVLVSEDR
TDCMQALIMGPEDTPYASGAFLFDIAFPASYPSSNPLVNLQTTGAGSVRFNPNLYNCGKVCLSLLGTWSGAEGENWNAET
STFLQVLISIQSLILVPHPYFNEPGYERSMGTPEGDRASASYSRLRQVATIRYAMREQIESPPRGFETIIRAHFSSSSTS
SSPPSEAAELRRETNALRTVLASLTMPDIEADSDDSDSDE*                                       
>Ttra_AMSG_01663                                                                
MPGSAGKKRITKELELLAGDESVQVRTVDSPAHWVAKMDGPHGTPYDGGTFFLDITFSHNYPFTPPRVKFLTRIYHPNIN
AEGAICLDLLKDQWSPALRMSQLIMSIASLLGEPNPDDPLVLSIAKVYKSDPRRYNGIAREWTLRFAVGNKPPLGVSFDH
RQKPPQWRRMTKREKAERVAAKAAKARAKVDAKTSAASNAQAKRKRKSKRKSKNKSKNKNKGKGKEAIDAVDASDCGGQS
NDGDDGSVFTPDPVSGLSSAM*                                                          
>Ttra_AMSG_02492                                                                
MDDTRSQSGPVVAQRVMYDAAGNNFVMTYEHEDRLCVAVVMADSLEQVGSVVAKDGDASSSAASEPGSAPATVLGYTHAK
RARVLVGVDERFAVCPVVDSVINLPSQVGDPALYAPAGTVTFSLAHRDAANMLLGVTPVETSTRFANDSLREQALAFLNT
PSPASLGAAWKMLVFNGSSADLKRLVGNDVAHADGLAMATGTSSKNSSYYSEAYRLTTLSSFPDHMAPWMAQEGYYGSGL
SAFCASCGYSVNLSSLNVDEWQVALPHSSTCQLETCNIPIDRSLAHKPASTQPRTVATGPVSPQAFYVIDAEGQISMYTT
SASVLLSQTRARQWLMIQRAADRASASSSSSASFSSAQQQQKEEDMLAAAIAASLQEQSSQSKVSEFMGDTAGMSEDELL
AQVMAMSLAEAEASSAKPAVTDDGTATDGADGADGSVSAEVETPAVPMFEVGLAVCVAADAALILKLPAGIEVETKADAE
APAGAAGAGNDDTENAPAAAEAEAESGLESDATPTAGSMMSSLFGGKTPTSDKASAGSAATTAFPAVDSESGLDSDATPT
AGSMMSSLFGGTTPKFGKATAGMVAFPSKGSESDLDWDTTPTAGSMISSLFDSTAPSGKAKAETKGGEGFGEVNKIFDGI
GFVLAMRSNTNSANNHAPVDALLYFSGKLDAANEGVARADEIIELDGKVTSVAASSNSSLVHVAIERNGSIFLRTYFMTL
ERLVFVGESALATGAPVVRLVPLLVGGDSSMQTFAADVFHELNKPSNDKKYGCEMLIALDNTGGVLAFEVTGGVVRSDES
ESGLVVPLAPANALGAAILCAASGTGIADVTYVPSAHVLALLRTDGSMRFLSTETKSVVAASASASASASEAATPTPTPT
VSDTSALTVQALAGLGAALVSRPLSFEGDVHPVFTVRGAGFHTTSCLVATSTDAKQNSPVVARARLENPTILHSISLKLQ
FRKGIQASSPHADRMYKLVISEARSAYTSETSSSLRVEMEVNLKDLTAPSAAERVLTVPIMHAGPISSLHVSFTPIITDE
ELSAEAAAAAAAAAKDEAKDEAEAEAATAAASADKSETEGEAEETAAAADADAADADADGKSAPPPPPPMPTSGELPKTK
IAPSKELANTVTGTAPKAKVKPDAPYALLTFWLEIRERVDAAPWAVDALPIVSESAALQAQLVQVLNMESAVPSRLEAAA
RILNNVLPTVAGQLSEAQIELLGSIELDKLLVNGVLSAPSEVVPSAATLLQLALAARAQAADVTDDELRETINSLVGEAV
AALTARKTTLDGAKAVIRILQSNWDAFGPLAFSAAQNALCDLGRELAEAEAGDPARAQLSALHPEYNPGVLLNKHVAPLV
VVDSALHSTAMANTVSNAFAPISILHSSTKQLHAAQLWDTYDITDSLTCIGSAKGASYSTKTIRFGDYNISSTVPFWVAF
DLGTPTRLDLITLPNTSYVMGLSILGWNVDGGSTEALDAAHASAASGHIPAGATKLLGSSQLSADHTEVVEGPVVVRFLH
FKWMASYHGTMSISGVYGVANVPAPGAPLEAQLTALAEREAAAAEAAAAAVAAQEQLREALSVATALTGEACDSDAAFNT
QALYKSALAAVATRFCSHRLLLQIRRDVAAREDIAMCGSAEAWTEPPPALAESRGPLADTDAFECVHGKQLLAELFFLLM
PANGVPLKTVEIRTGDDGSTKKVQKLAVAFEPSLDDAATIFEQFCMAGPVQVTKAAMTYLQAVVGAFMGDDFAPLPAMLL
SRFFRHSSETDTRTRATAFPLVAALVSPSAVATLTTVIIKEIRELLVVSPLDLEFLGWSLLFLTDIVKRTSNAIKPAVAD
AVVSDKLLGLLSELLASPPVAADGSLVVIIAQLISSTASLLRASDVVMLFGESSFDELVSSVYSASMTADAWVASAVSDM
MRALTSFEAGSGSGASSSSGSAAWADSGSLPWSKGLFAASASGSTPAPVHTGVGITLAPGNAYMGVEKILVKTPSSSPAS
SSSSSSAGGASSSDATVSDMVAKVVANLAPSTSPINLNGVASINYAELKALTAADAEKKASVADSDMGDGSGEATDKGDD
DGEAAKTAAIAAAEAKATEAEEKLRVRELVVTRVAKLLAKPDELSASATSELLSIMSTAVDATVKGKARDGAYPSLSPEN
VGALAAFLQTQPPPAVYEFNLVLNMLATCSGDVLVGVAREVLPVALAHPGALAVMNSINAIVSALKTSAEALQALVDLVL
ALWPTVLEAPGTMLVFSSMVSTLQASISDGESEDKALTGVQVSTASVAALGDAVLDLICLAMSGYKISDEAGGIKATSAV



QTHAAELAGALLGILAALVAHPAPETSSGVLLAAVDPVALGIVVSFVELRSARTLANKARDLMAFLGENAEAAQVAVAGC
LQVLSSEKGARAMHLTQSTRTNAAPVAENVLAVMMSLIKSKEAANAFAELGGLDTLVSLVPGDASNKSASAAGAKTSISA
SQGDASAAVTGAALPTSSEFGLAVKQVSSGNSSSPSTGGDSTVRVVSGECSVISQSTGYAAYLVGTSSGTWSVPFGAGES
EHYVTVKLPSAMLVRSVNVNVQPNGSSAFFAILELSMHESKRFEPVGVEVYNMGATPPTFNLPPSHRAKYLKLRVMMHPG
AAAGMSLQITSLAIRAQNFAAADAADVDGAAGSGKARVAKLSMAGVMRYMAHVCAMSDSLFARLVSRDQATSLMQKLLEV
CATPAGARSSALPVLLGLARHSLDLGLHFLEKTLSGSELTETHAEMVSMVCWSKDESSKVAYAYKWLASKLANASEARFS
LAPFVGGLADALRVSGYVPEDVNAGAVVALTEWATSAGTSREDAVCAAKMVDAYAGILGTDVTMAAVESVARLGELPDEA
VAAAAAEASSASAALDPRFHILEALVGAEERSAWMIANGVVTRIRDALKSALAGSHWAEAGRMAAVLSGLAMTSAGRAAL
VAPAGELYTVVVDGVVAGIKASDDVGNKGKGKEEAAVPVPLSSAEALGGLLKTISTNDGVEQQVLARTVVSALEGMGAGK
PSAVLVALLGAAVLEDERFVVTASPEPLELAFRTSQRSLEPTEYFAGSKVINGRHAKMLNGWIKDRGVPGLKLPAAWRKR
WDSSSGGATEFFDAIVGAGPFVFVISTPTEVFGGFCSVNVEAHNLQNQYFGDENCFLFNCTNSSVFLPTNAYNNQFLYSC
STGSAYFAFGGGHDLSYSFASTSSNYANMYTYQCAEAPGSKVTSQYNFTVVTAEVWMLGGPGSEPGADGASSAATKGMMA
RLKEKVASVPSGVVAAHVNPVFSAGGQTLLTALQGKEVPASCGFARIDGPTTAVLRKKTRVGHLVVPDSGPGVAELRYVE
RTSECRVVSRSEIDVRESPFVRLPQAVNAFASAGGLGQLLQMVAASYNGVEPSRASGKLTSSALTELQLLLDVPGYAGAF
LASPACMHLVFKSMGVAIPRYLAGVEAAAKKVAEAKASSGTSAADGPSPTDKAKDMFLDVLSSLLTISSDVEMRQSLISN
GVLGAVLARISELTSTEPRRLTAEQQAAKDKADAERKAKLEREREKNADKQEYWAKGTGYGTGSTAETAWDQSKYAEEMA
ERERRVGLLLDTVTGCVLAKSVPDSLFTLLEGSCLVPFVGSYLRNDSLLDMAKHKSIYLALMRLVEALCSHDVTLALFDD
LEGEATSVFALLKKLHSCASMFLKTVNKIEGNSEKGKRNGKEPAAEEAADADPKAEPAAADDGAETESDDEAESEDGEAA
GAGRGIGLGDETAASQDAGKAVAAAIMSTFKVCSARMKEFTKAKKGGGDGAAVAASSGKGKEAAEGEGEDDARKIELYMQ
FMEDQQFDEMDMQDSGGYSKHHYASSISSSGGDVKSKMMRLAQEASGISGSLPLSFDSSVFVRIDEERMDVWKAMIIGPE
GTPYENGCFEFHIFFPDAYPKSPPLVNMETNANGTQRFNPNLYANGKVCLSLLGTWDGDASEMWNEATSTFLQVLVSIQS
LIMVPEPYFNEPGYESSRGTPSGDAENLSYTLNIYTYTLQTAILGQLRNPPKGFEDVIRAHLYMKRKEILAMAARWKSCA
AGAQNSNYLSKIEKFETEIRAEFEAMTPPELLSEELEMEDNELEQVFAL*                              
>Ttra_AMSG_03842                                                                
MAAVAVSSPSKPATGESSGPKVAKRLQSELMSLMMSGDEGVSAFPDGDNLFHWVGTVKGADGTVYEGLEYKLSLTFPTSY
PYSAPTVKFVTPCFHPNVDQYGNICLDILKDKWSAIYNVSTILISIRSLLGEPNNDSPLNGYAAALWDNQTEYRAVNVKK
FAEGTA*                                                                         
>Ttra_AMSG_04072                                                                
MIRMFSLKKEGQKSRAQEAENTQKPAEIRIQKDISELELSDTSSIEFPNGPDDLMVFDVTLRPDEGFWQGAAFTFHFEIP
EGYPHDVPSVICTTPIYHPNINTEGKICLNILREDWRPVLNINAIVFGLSYILLDPNPDDPLNIEAAEVMRNNPAQFKTN
VDRSLAGGVVDGVRYQPNQA*                                                           
>Ttra_AMSG_04257                                                                
MDKMDPSDDWSYALLEEDNYTQLRGMVLVSTQGSPYEGGVFEVLIDVPVGYPYTPPELHFVTPVFHPYVDAASGAVSLPI
LGEAWSPAESLSTVLQALHELLVFDGLDDPSLYADQGYEVLNDEAAELWIGEIDAFCARARDATCMHAI*          
>Ttra_AMSG_04685                                                                
MNSILAPALKATDPLFSVDNVRLAHAPAVARARETWDVTRMTLLRPEDSWVVPGDGANGNIALVLVPSPQLYLDSAGGIA
FPDPIQRPRLAELLAWAQNLTIKDVVDDPRLSLPALGADLPSASRLASEFGVGTDNGGSFESIDALQTAVEAQLSRPRRR
LFNELAFGAYGLAPWLELLGVAPGDDDDAAVDTAADTSDAKPGPSSDAASGFAKFKAVTAAVWTLVYHPSKSSVYAGGGP
FELSLRLGGQYPLSLPSLHVETPHMVHLHVVDSLSAVHPNAPARRGRIDLERLRPAQWSPTASLIEVFTTVVELFEGEHT
GPDELLARTPFAISHDARLGELYRTDRAGYHQAAAASGAVADPALGGARSPGSLVDPPACAAVATACKLAGNAALGRGEL
ATSRALYARGRAWCRQNRSEPELAELYLALELNDSLAAIRDGDARAALASANAALAAAPLSTKALYRRAKAHAALGDDEL
AIADLERAVALAPNDAALARELARARKAKARAKAEQAALYRRALGGS*                                
>Ttra_AMSG_04695                                                                
MGPADSPYAGGIFFLDITFPQEYPFKPPRVVFRTRIYHCNINAQGAICLDVLKDNWSPALTISKVLLSVCSLLTDCNPND
PLVGSIAQQYLSDREAHDKIAAEWTRRYAT*                                                 
>Ttra_AMSG_04718                                                                
MSASSMSAALLAKQLKAATKNPIDGCKVGLVGDDIYHWEVYMAGPPDSTHEGGVFRAELEFPKDYPYNPPKMSFTSTMWH
PNIHGPPDTGKVCISILHPPVEEFGSGESLAERWNPIQTVETVLISVRSLLGDPNLSSPANIDAGVEYRNDMDAYKARLR
ELCEKSLRELPEGFQPPEAAPSAPVVREDSVQSVGDWVLEEDSEYDEDEEDMLESD*                       
>Ttra_AMSG_04860                                                                
MAEATGSGRAETDMNMKNPAIRRLLAELRGLQTRPNPRLVAYPLGDSLFEWHFSIRGPEGTAFDGGVYHGRIYFPPQFPM
KPPDFVFLTPSGRFATNVKICLSNSGYHPESWQPSWSVETMLMALIAFMPTKAEGAVGALEYPDDRRRDMAAASLAYVCK
DCGRANADLLEEMEAVEAAASSTDGPSDGSWEQPWERVARKERERDVRRQIKAMQSTARGLNQWIAVLLFLFLLTAAVVF
RADLADFVRPYRSSNPPGNPRP*                                                         
>Ttra_AMSG_04873                                                                
MPGVGAMKRLLREYKELSRSPPDGIAAAPVSDSNVFQWKVAMVGPEGSDYEGAFLTAVLDFPHNYPLAPPTMTFTTPVWH
PNVYPSGKVCISILHEGTDASGYESATERWSPIQSVLSIVLSVLSMLADPNDESPANVDAAVEWRDNRPAFRARVKAHIE
ASLGLSPELLRRYPASIAASASSTSSLL*                                                   
>Ttra_AMSG_05358                                                                
MFHRPTHAHPSATSAVRRLMREWKEIAGEEFEGASIAPSEQNMLEWHANITTDSGPYAGAVIHLVLDFPVDYPSRPPAIN
LASLVWHPNVFRNRGRPGYYVCLDMLKHYSSSAPFAGWSSAYSIAALVRQLQSFLLAERIPQDDGTVVDFNDYVRPEQLA
KTLTSAASAVCSCGHSGSAPWPPLCGSEPGASAAHPATDSGVCGDVADRFDLFALPAELIVAILCKVDRASLVRLAVCSR



RTSAFINDFGLLARSDLVCFHTKLTVAEDVMGIPLAVARHRSGAIREITSTLDVISWTAFSEDGLRTSAWGGHFQYFLPL
AIDALRFDDAYPVLLSEMSELTGERDDRVPAAALRSLITFAASLIVGLMTNATSKTNDDAVPRGVSDKALRGFCWAHHLM
LALVARHPELVDAIEAEIEDFVTAPQYRHKRYTRSLGEFIVKLLLSRKHKWRVRIWKLVLLESLDRQVLWATRTYAQLHC
IAGEDRLGWKQRAQLTFNAAETGIRLIAFQVYFLHLLHPASARVGDESGSLSEDSADPLATALHQYNARSGAAATEAAAA
LSAASKRIAAISSWNEYFTCIGAPPLPLDELGPLLERAVASSARRGYHTPPQSGLWWA*                     
>Ttra_AMSG_05887                                                                
MAAGTLERAVQRLAANYEEVLAASELHYISAAPLESDMLVWHGNVVAADGPYAGIVLHLVLSFSTDFPASPPRINLATYV
LHPNVVDDYVCADFLRLSDKAYSGWSSGYSVFTILMQLQSFLTDGVRIAVADKSSDDVGPSGGTVSFAVSKSQLRRMREE
AAAHTCLSCGHAPGAPHPPIPALGGNLAASAGSDLAQRLLSSDLHRLRLNSRCFFSKATYRDAVLGYGVSVEYYSKASRR
RGRRRSPIKRIHTELDILSWAAFSADGVRTTPVTKRAFSHFMPMYINSDHGGRAYDIVRTSMARMCKPRPEHIPAFQPPM
ALDVLPALMDTTVVSVMSSDEVMSWRRLEGYCIFHRWMIYFAAEYPELSEAASKLIAAFKLKPESRTKAVVPSLGYFIPL
LTITDHAFDDIREEYVGESLVRNVFWAVSKYPQLAYADDHDARGEPFDRLALTFDANAVSLRHLCFHVYFSKTFASSVDR
AATARDYDALLGRPPEGAREALRLECERIRAIPDFESLFAHIGFPLSRNEIHDWLLLALHESLDRDYHRSESDTGTSSGF
ATAPYEFDASVNGSSSTDGDFYSCE*                                                      
>Ttra_AMSG_06129                                                                
MKPHLSTHTMALRRIQKELQDLAKDPPANCSAGPRDESDLYRWQATLVGPEDSPYAGGVFTLDILFPTDYPFKPPKIQFT
TKIYHPNVNSNGGICLDILKSQWSPALTISKVLLSICSLLTDPNPDDPLVASIADVYKTNRAKYDQTAREWTTKYAM*  
>Ttra_AMSG_07654                                                                
MSASLPKRIVKETQKLLSAPPPGISATPHEDNLRYFRVMIAGPSASAYEGGIFVLELFLTDSYPMAAPKVRFLTKIYHPN
VDKLGRICLDILKDRWSPALQIRTVLLSIQALLSAPNPDDPLANDVAEHWKSDEADAIRTAGEWTRMYAMPE*       
>Ttra_AMSG_07915                                                                
MVSSTSARRRLMRDFKRLQQDPPEGISGAPHDDNIMTWDAVIFGPEETPWEGGTFRLSMTFSENYPNEAPKVVFVTKIYH
PNVYSDGSICLDILGNAWSPIYDVAAILTSIQSLLSDPNPSSPANAEAAQLFNENRREYNRKVRETVEASWAEDDDSDSD
SDDDDDDDDE*                                                                     
>Ttra_AMSG_12052                                                                
MAAAETRLVRRLARELQLMQDDPPYGVGAWLVREGALREWEGVLDGPEETPYAGGAFKVAITVPDGYPLTPPVVRFVTPV
YHPNIDSAGRICLDTLKMPPKGAWLPSLNIPTLLTMIRQLLAQPNPDDGLMVDITAQYTDSRPAFDAAARAHTLKHALPD
PAPAPTLPAATSGSLLTRLFAKAKSTFHSPPAGDVGSDDEPASLTSASPPLAASALASASVPVLESDSLAVLPSAPPLAG
RSKARESKFSGLDEADQVADEFLRTTCWSGIPPSARPLCWRMLLGVAPLKASRRAGVLARKHAEYAAMASGMASEADELA
SKYERGLLNQIHIDVLRMAPFMPLLVAPQVQAALQRLLFLWSLRHPGSGYVQGINDLALPFFIVFLRGALLPEAFDALGA
WLPTRVEAGDFTAAAALADLPPVLAAQGEPALDATDAQGEASEHDTLMFAVAAASPEAQAFAALLPDDASLLSAEADTYW
CLTALLDSIHDNYIQNQPGIQRMLKQLELLVGLMAPDLASLLAEYSIEYIQFAFRWMNCLLMRELSAHLVARLFDTYLAE
GAFAKFHVFVCAALLVSFKADLMALATLLREQPGADPDGAHHDVFQALLSFLQDLPTAKWTEENVEVLLAEAYVARELYL
EVLDRDVR*                                                                       
>Ttra_AMSG_12121                                                                
MAASGKPLLFEIAWEVARKVGGIYTVLKSKSPCTVADWGDRYCLIGPYDAKSAEREFEPLDPGPLLTQVIENLKTKRGMR
LEFGRWLIPGYPRVLLIDYHTQWDKINEFKAELYSSFGLPIPEGDGDPETNEVVLFGFQVMWFFAEFCATNPSRIVLAQF
HEWMASVAVPLIRRDALPMATIFTTHATLLGRYMSAGKTEFYSRIESIDVDREAGNRGIYHRHTIEKLAALKAHVFTTVS
HITALEAEHLLSRKPEVILPNGLQVERFTAMHEFQNLHKLSKDKIHDFVRGHFYGYLDGIDFDNTLYLFTAGRYEYYNKG
FDMFIEALARLNHRLKVSGSPMTVIAFVVTRAPVVTYNVESLKGQSLMRETRRLCDKINENINSRIFEAVSKGELIDPKD
LLTQQDSVLLKQRILTLQRDTLPPITTHTMVDDASDPILNQLRSCQLFNKPDDRVKIVYHPEFLNASSALLPMDYDEFVR
GCHLGVFPSAYEPWGYTPGEAALLGVPSITSNLAGFAAYMERYVDKPDEKGIFIVDRRFKAPEESMEQLVDYLYNFTLLS
RRDRIMLRNATEKLSELLDWKVLSRHYEEARGMALSQFFIEQATRAGSSSSAASAAVMAAVVPRNFVLLDELEKGEKGLG
DPSVSYGLEDGEDIMLTNWRGTIIGPANTAHDGRIYSLRIVCGDNYPDEPPVVSFISKINMNCVDSSGRVVPSKLSTLKN
WRREYGLETILMALKDAMRSSANKKLSQPAEGETF*                                            
>Ddis_XP_638791                                                                 
MSASKLLQNQFKKISSEPIEGVAFDLVDENLFEWRAYIEGPPETDYEGGIFQIQMKFPNDYPMSPPVLIFQSEFWHPNVY
PDGKVCISILHPPGEDETSGELPEERWLPTQTVQTIILSVISLLSAPNTSSPANVDASVEWRNNRDNYKKRIRELVQKAN
LKVPSHIKIPHPDTDPVERAKQVEKIKLLNKPMDFYDDYDDDNYDYDDYEENDDDEDNEDYNDDDDEGIDEEDDD     
>Ddis_XP_637685                                                                 
MSTQVCVTRLKKELLALSKNEDIKDIFIAKPSISNILEWHYVIYGPPDTPYHGGYYHGQIIFPVEYPYKPPSILMTTPSG
RFVCNSRICTSMSDFHPDTWSPFWSNCTIILGLISFMTEDENGFGSIVKSKETRKQLASQSMAFNLKNPVFVKLFPELIS
DYKKKGTFYSSSSTPSSTPPPSSTPSSSSSSSNISKRNVPIPTTKTTPQDTNKKKEQKNNNIPYIILFIALIIILLYLFL
K                                                                               
>Ddis_XP_637363                                                                 
MSLAQTRLTEERKAFRKDHPVGFHARPVTNADDTLNLLKWTCGVPGKVGTPWEGGIYDVTITFKDDYPSRPPVCSFPKGF
FHLNCFPSGDICLSILNNEWKPSISIKNILLGIQELLDSPNPDSAANSEAYSLWKKDKAGYLKRIKDQAKLYDAQRLLE 
>Ddis_XP_637050                                                                 
MAGISSARLSEERKNWRRDHPYGFFARPSTNTDGSLNLYVWNCGIPGKTKTNWEGGVYPLIMEFTEDYPSKPPKCRFPKD
FFHPNVYPSGTVCLSILNEEADWKPSVTIKTVLLGIQDLLDNPNPKSPAQQLPIHLFLTNKEEYDKKVKAQSKVYPPPQ 
>Ddis_XP_636718                                                                 
MTLIISVPSIDKTINFPFKSEITIQELINQILKAVNLENKDNNNNFKLQYENSELFETDTIGDLSIPDNSKLILINQSKL



VPTTTTTTTTTTTTTNNSKNVIDLEYKKIEMSNSNEFLIKQIDMIVLDVSCSMTAVAYNGSTKPGLLEMNRSEVSQALFQ
TMLDKYVSFEVPVVAGLVLFGQKIDTAFEISKNFDSFSQELGEVVANQGSTRLYEAIYHAANEIEKYRNNPKEKLAPDVC
CRIFLLTDGQDTSNINPYNVYQYLKPLNIILDAIPIGRDDNSTLSTLTKATGGSCFMANSTQEGVELFEREALLIPTQRD
SFSPFSSPIENEQQFSSLKGDLLKTISRKVDSALKGITCVSKIDQQKLDEISNNINNGSGAGGTSKRIYREYISFQKSIE
ELNKNGKSSIFTLYANPNDISVWKVIMKGVVDTPYEGGHFVLSVQFPNIYPFAPPKVRFENRIYHCNINTDGNICLDILK
DHWSAAITTEKVLLSIHSLLSNPNPMDPLDVVKAGIYRDNITEYNAQCKKWVQDYASSLEDLLKEHDLI           
>Ddis_XP_636583                                                                 
MPLSIQISPNKKIGVPFKKTLTVKEFIKEIVKRGNLSTNVEYKLEYQNAELFEEDTLEELNILDSSELVLFDPSIDINTT
TTTTTTTTSTTTPPSIEPSTSVPNQASDNSSGENLISTQLNKLDLNNNNNNNQQQQQQKDSLNSTEPIKKQVELYESEIK
QLDVIVLDLSGSMKSAAFKGSRVPGELEMSRIELAQTLFQTFTDKAISLEVPVAVGLVTFGERIELTFDLTRNFDSFSTE
LGEVVANQCKTRLFEAIQLAAETLVKFKESCDAAATGGLKLSSNPMLRVFCLTDGEDNSNFDPYPVYQYMKKHNIILDSI
PIGLDGRERLSSFSQATGGSCFIADSSLEGVELFEREALLSLSARDNFKPFSLDIKTKLDFNKVSGTYQKTIERKVEPAF
QNVQLKQTIDTSSTAESKFTGASRRVFKEYKNFKEEISSHGPYSQFTLFLDENNIVAWKIIMQGPQQSPYHKGLFALSVN
FPDNYPMSAPKIRFLTKIYHCNINNDGNICLDILKDSWSPALTISKVMLSISQLLVTPNPHDPLDVVKAGVYRDDVNNYN
KNCEEWCERYAAFSIEDLKKIHALI                                                       
>Ddis_XP_636428                                                                 
MSSENLPPDVIKRVVKELKELNSSTLEGITLLPCEEDITNIEAVVTGPAGTPYEGGYFKARLILSSDFPRSPPKANFITK
IFHPNVSKKGEICVNTLKKDWTEDLGLKHILLTIKCLLIVPNAESSLNEDASRLLLENYDDYCKHAKLFTSIHASKPIID
SNNNNENSTTTPTTTTTATTPSTNTASISSPVKKKTETTNSTTTKVQPKKSLKRL                         
>Ddis_XP_635702                                                                 
MEVDTNSDTNTIKNNDVIFVKEKNLFKDDIVCYKSQYCLVARVSWDHDNLDVDDDDDDEDDEEESEEDSEESESESEGDS
NVMEIEDSSINNNNNNNDKIKNAIKKSGFYSTDDILKMNQDIKDGVLTNKEYLDIEDLENDDFKRHSRRRNNNDDDNDND
SDDEYDYYDFKNNESGVLLLVISSNQLIEVDYNEEELQIFDRHFYLTDSVQKINSDSKLLGSVIKCQKTYFVVPFSTINT
GIITQGDLTLVQKVYDPSTLVVGSKVFDSNKIAAGLVTKVVYDLECLDVNNNDKIVKIKRAESLNNVFLHKIYNDDDSFC
PGKIVFSKSKKKLVINKVIPVEAEIEWLYFFKNDCDYPNSIQPIDKIIKFSDDYETFSCGEPIVYIDKDGEEKGGYLFLT
KSIYTVAWQDGEFTQEDSVDLMICDSLATDYFPGQVVCTSGMDVANPYSNKQSKWGVVISTKPTDRVCSINWNNIVHEDD
DNSGGSSNNNNNEDNKDSTLIIKYLNDNGESSFIENDVSVYDIEYLEEYNFDESDYVCKLDDSKILKEADIIGQVIGRDG
LQLKIKWNNGFIEMVYPFELTKVDDFDDSDSEDEEDDDEYYDDDDDDRSSFSEYCESSNSKEQEDTSETEKEIKKVIKKI
EDEEKEKLKPIQQQQQQIINKISIEEKEKENQNENEKENIENINENNNNYKIIDNDKELIKNTEQIENGCIKFEILKEFE
IHNFIEEKSGGSLNKKFLNTISKEFEILSTSMPPGIFVKANSTKIQLLSALIIGPQDTIYENSIFIFDIYLPNQYPMVPP
KVFYHSVSFKLHPNLNVNGTVCLSLLGTWHGNKNELWIPEVSNLLQVLISIQGLILGCKEPYFLEAGYDTQIGTHIGIRN
SSIFNEDSYLLSLETICFYLKNQPILFKDIIQNHFKLELPAILNRIDQFLNQNNQANNGIKSLFCINLPPSQGFLTPLKK
LKNKIQEYLK                                                                      
>Ddis_XP_635346                                                                 
MATTTNNTISFLPRIKQELNHFEKDPPPGIQAWLIENKLNSLEAMIIGPEETPYYKGLFKLEISLPSRYPFEPPQIKFLT
PIYHPNIDTNGRICLDILKMPPSGEWKPSLNLLTILTSIRLLMSNPNPYDPLMQDISEIYKNNYNQFFKNAEHWTTKYAT
KNIEVEDDEKIYKKRIRGDEVSEEEPTAKSLKKLQNNTLNNNKNNNNNNNNNNNNNNNNNNNNNNNNNQNDKSNDNNNND
EKDQLGKRLSNQNNINIKISNSTLKKEEIKNDNINTTERDNDQSDDDDDSWS                            
>Ddis_XP_640122                                                                 
MNNKNTHNNLDNSSDNNNINNNTNNNNNNNANNKINYKNKDNKKVGLGKIHSHLNINISPELSKLIVSTEERKSPLQQQQ
QQLFDKNDDNSNLEISSSTSSTPSITPNQKQQQQQSTSNTTTTTTTTTSTSSSSNYGYGYNSNDDDDDNNNSNNNSNSNN
ENTRYDNNNSLRSSLVTSSTSTFTSASSSSYYYSGSETGYYNPQNLYLEHVLNDFNQHHQQQQQQQHNSSINTTSATINS
NNINKHNFTLHINNNSNNNSNNNNNNNININNINNNININKQNNQIPFKNDIVDFNNSEQFGCPIDWNGYFQKLLLLPEE
DLDEKYEKYKSLSALSKDFIHTAITYGKIIIEEAFIDNKFKTIRPVKIGGKAGGEKYAYNGVLFKFAQDWVKIYSSDEFS
MKSANHELKSVMRYFGCDGLHVPLMALLDYRGFRLVAISFLPISRKNETIVYGSYNAGQTVYASNEDFNHKMKLAAKKLN
IKGHEAGIDDSKFLYGPADIEGHIGLDGLFYVLDFARVYPPTIDSILKTTNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNSNNNNNNLNNSSNNNKVNLKSGISNCKPNGEAYLYKLFRPEFVQNYHIPLSSDAFSPFSVKDSKSM
QENNDEVREASNYLFYTLIPKISKWIDSNASNIDWHSRLTEIIHREGINVRYLGLIRQNILKYQECNSNNNINYSNNTIN
LSNNSSSSSFNLYNSNSNSNNNNNNNNNLNSNNNDYNKLSNILLSEIIARVLKNILRDELREKMKTLHSLEANPYIQVVI
NFFNIILGDPIESHKLLWTNIKKEIENRFENTLTEFEKDSKYQLIESINLYHVIFRIQQMTGIKLGEASMIEFKKDPRSF
RVVLSDIISMDVRVKHMNIISLAEGNALSLQCMKLGGKEPPVGSERLFKLASNKFEEAIRSTPDNKDILNEYATVLKQLS
MSVGRNNCLMYLEKSYSNFILSQNHIGLMELGDLLMNLYCSGFNSDQDKNNDLWSIKDSLSILSEKCYSSISYWGLINLN
STLLNFNQNYNNNNFNNNNNNNNNNNNNNNNNNNNNNNSSSGGGNITNSMSSTSLYSSLLSIDVASRKFQISNSVRCLAF
LKLGNLILQISQQKKSIQLFEESGKYFREAFNLVLSTYNNNNNQLNNNNNNNKNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNSSSNNNNNDNDNDDNTNDNNKEYFGENEKVEDEINENNEKEIDDEDKINLQRKLPNIPTDILYKSNIHIAIW
SLLFLDFNNQIMTTTNSIEFPKIKTNLSKISNKIINVGNNDIMDFEFIEFLSRYLIKSESISMIKSIVLRKYQFNSFGYN
SILPSPIALVKSLTSFINLTKFDISYSFSKSIDNSNNNSSNNNNNNLNNNNNNNNNNYYYNNSINEDIFCNIVSQLKRLK
SVNISNTNIQIKGIICLFTNCKELLRLKARRCRIFANEFEHLLILPFLKQKILFTNFLCLNLSCTEITTIQSISKIFPNL
KHLKLSHCQRIHSYELQLFTDNLGYFYNSNNGRNLINNNNNNNNNNNNNNSNNNVIVPINGKLEKIKLSGCTDLNDESIG
KLLKKTIMTLKSFTLCTSKISHSPLINYLKLIENQKHQQQLGLPSRVIIEHLDLSNCKIKLISSSSQSILKPFQLDQPIP
LSVFSSSIKYLNLSHTGLPKENVPILLSYCLNLEILLFNYNEQEFNIISSGGGGGSSSLSNSGGIINNNNSNNNNFKILL
NSLKLIRIELNGSTFSSLFFKEIISKSSLTLKHIGVSGCAGIDFSFFETLCNKTKITTRLESLDISYCKLINDVTTELFI



PNCKMLKSLQLSGCNLITDTTVHCIAMNLHHLVHLSLDKCQLIHSLISINSISCPNLKFVDLSFSENISDQSCQIILELV
HLKALNLYGCKKVTDETLRKCNNSQSLRFLTLGLNKTSNTAIEKLKFENQSLNIILSAGISSSSLSSFNSSSSSSFLSPL
KLSNSNSDFTNNNNNNNYNSLLHSQNVPPPPLPLSSLTSSSSSSSSFSSSSLPSTPIPIVQTIVPTIVPITITTPTATKI
SPNTTIIQQQPIQQQPIQQQKEEKEIIIPITTMKSLMTDLKNLTKDPIQFANAQPLDNDLLTWHANIVAPDGSPYEGAVF
HIELKFPPNYPAAGPSGVSLTPLPHPHIHDGGRICLDILSDFQTYFQGQQGLSSTGWSSAYTVHTILLQMQTFLVSLESD
EDYPIQEYLQKIPNAIQFSKYFKCSTCGHTSFDPFPTIKGYIPPELTEQDIINFNNQNNNNNNNNQNFPLSPSPSTVSIS
HYQHHNDHHNHQEQQQQQQEIVQDKSLINTTITTTTTTTTNTNSNLLSSSSSSPPTIIINNNEYNEKLKEEIEKDYIKSI
KQELFCFHTRVSYEEDTLGIGISIVDKKGKIDEIKCSFDLLSLTAFNQGVRNSILKEQFTHWLPLYLNQQHGETAWKCLE
SAIVDILHSKKFSPDLASQFLCIAMNSICVQMMKGAVHASIRLLEGYCSFHQLFVQLVKRYPDLLAEINKKIYNFIYIPE
HRTKKLTSALGEFLPLLTVSDYSWEDVSRVYIDENFDRNVFWVLRRHPEFGITEPNPIIDSNRPSCTFDVTQVSIRLLMF
HVYFLKNVARPNGASLETISQSYDRLMGRPPTHVRDNLQKEVKEIMRITTWSQFFNKIGIPPPDEIGLIEWLRKSVVNSF
EKKYHFKIQKSKLMETYELQQQQQLQQQQQQQQEQLKYPQQQTQLQQLSLQLQKQQQQQLQQQQYHQNTFSTTIVHNQFE
PLSNSTSSTPNRSPTLDKNNKRNRNNNNDNKNNNEDDEDEIDFTGFNLLLSPESHLTSPILQSPSSPFPSRLVWSYNSQL
PKIDSMSLNENDQSLFPPLPSKPINNKRVITTSLPQPPSTNYNNINNNNNNNNNNNNNNNNNNNNNNNKAPYGNNNNNNY
NNNKAPYGNNNNNNYNNRVRVCNFFLNDKWCRYGANCKMSHDEGEKERILKKNNKKQ                       
>Ddis_XP_646882                                                                 
MTSRYAKRLQKELLDLKTNPPPCISITEGDNLDKWVIAVDGTEGSIYQGEHFKLQFKFSSGYPLDSPEVIFIGTPPIHPH
IYSNGHICLSILYDNWSPALTVSSVCLSILSMLSGCTEKIRPTDDSKYVSRVLNKSPKEVRWMFHDDTV           
>Ddis_XP_645515                                                                 
MSSKNNGNNNTASLLLKKQLLELNKNPIDGFSAGLVDESNIYEWQIMIMGPPDTLYEGGIFNATLSFTPEYPVKPPKMKF
ITEMWHPNVYKEGEVCISILHEGEDAYGYEKSNERWSPVHTVESILVSVISMLSSPNDESPANIDAAKEWRNSRETFNKK
VQRLVRKTQDS                                                                     
>Ddis_XP_639901                                                                 
MAAHKRLQKEITDMLKTPPSWCSAHLVDDNLQKWKATVQGPEGSPFEKGVFSMDIDIPADYPFKPPTLKFTTKIYHPNIK
TSDGAICAEVFSTWSPQLKILDVLTTIRSILTDPNPDNPLETEIAQQFKTDRNAFNKTAKEWTKKYAK            
>Ddis_XP_636774                                                                 
MNTLLSNKLNSPMFSPSMRPPTDEPPPSPLYSSYSSTSSTSPSISSISHNNNNNNTINPKGPKDTCYEGGVFQLLLTFPK
DYPMSPPSLRFLSDFWHPNVYIREGRVCISILHPPGDDILSGELPEERWLPTQSVTTIILSLMSILSDPNCSSPANVDAS
VEWRTDKEQYKKRCLKLVEKANRLKPSHIVIPHPDTNPDEHRRYVEKIKRQNQVVDSDYFQYSDREYDEEDDDDEDDDNE
DNNINNNNNNNEDDDEDGEDDEDDNNSDVASEEVVSSVEKSNNTNDSNSNNNNDNNNNNNNNTSNNNNNNNNNNNNNNNN
NNDTSIGRSSISDIIISDSPQTQTKNQISNTTDETPQTTTTTTTTTTTTTTTTTASSDNNNNNNNDQNGTPTVQNSDSTT
PPLPVNNNNDNTQTTVVANLESNNTTINIDNNNNNNNNNNNNNNNNNNNNNNNNNINNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNVPPTTSRKKKKSKKCNLM                                           
>Ddis_XP_635643                                                                 
MALKRINKELSDIAKDPPSSCSAGPDTDDIFHWTATIMGPKDSPYEGGVFFLNINFPTDYPFKPPKISFVTKVYHPNINA
SGSICLDILKEQWSPALTIPKVLLSISALLSDPNPDDPLVPDIANLFKTDKNRFESNAREWTRKYAQ             
>Ddis_XP_644109                                                                 
MAGNLERIFEKWQSSLSEPDDFIWIQSSKNKVDLLFRGDEISISFPLDVSDIKQFHFSNRSNDQWIANINKGIQNDSSIV
TFSDVLNLAVTQHDRKNQSIKEPTKKAKHSNEEDNSDEATEEDGDDDSNNINEDEDGKGEEDDDDDDDDDDDDEEEENDD
DFDMDDDNFENDEFQEALQTLKMKKIWAKKDQEIRAKLGEKKNSKVKSIFSSDAAFGVLTNDLFSIMQNVHSLGFSAQPI
DDNIYFWSVKIFGFDQDSKVYGQLQQIKKEFEYDYVELQVLFTEDLYPFYPPTIKIIRPRLQVWDMRYLLNHLKDVIEKH
GSFDVNNPMNALSSTGSYSSLKHFLLKLEILSGNSPRANLKYGHDISLPKLSTSNKPSSPSSPPTTTTTTTTTTTTLSTN
GEDKSPWAKGTGYGRGQAKSGWNVDAFLAAQKERDSEIISLVNAIDSEIRNSSPPFDVLEESCLLPFIETYCRELSLMDL
ERHSQLFSALFKLISTLLDRDQYISLFSLLQFQTTSLGDHINECSKQVELFLKRVDQSPTLPAASTPTSSVTSSFSNIIN
SITSISSSSSSSSSSSSSIIPITIINPTTTTTTNANNQSNLELQRFIITISKKMNEKLKQFKDEVAQLEANRPSIQLSGS
VDSTESIEKKYCQAMKPLLFDTSDLKTVKSNKTSTQSRTIRIAQEQGSMMKSLPLSYESSIFVRVDEKNIDAMQCLITGP
KDTPYSGGCFLFNCTFPQEYPSSPPHVTILTTGGGSVRFNPNLYNNGKVCLSLLGTWAGSSGETWNPNTSTLLQVFISIQ
SLILVPEPFFNEPGFESQIGTKSGIASSSSYNHNLIPSTIQYAMIEMIQNPPPPFKDVILAHFFYQKDTIKKQCDAWVNE
IKEAKKDYAKILKLVNTLNTLLNNLKEPVD                                                  
>Ddis_XP_643460                                                                 
MSTAARRRLMRDFKRLQSDPPAGISGAPLENNILMWQAVIFGPDDSIWEGATFKLSLQFSEEYPNDAPTVKFLSKMFHPN
VYADGSICLDILQNQWSPIYDIAAILTSIQSLLCDPNPNSPANSESARLFRENKREYNRKVKEIVEQSWSS         
>Ddis_XP_643940                                                                 
MAARLMKEYKVLQNEEFEDILLYPRDESDLYRWVAIIKGPPDTPYENGKFELDISVPTNYPLQPPTIKFVTKIFHPNIHF
KTGEICLDLLKTSWSAIYTLQSVCRSIIALLSLPEADSPLNCDAGNLIRNGDVKGHDSLARMYTRLYGC           
>Ddis_XP_642105                                                                 
MSQQTTDSPLSPNELSQSTNINKSIEQNSPNYRLLFEYKKLSDLMIRGLYVIPSFNSIHEWHCVLFIRNRIYRSAIIRFN
VVIPDDFPESCPSIKFLTPIFHPLIGPEGEIDLSHQFPDWSAEKYMIAHVLCYIKSIFHNPDKYDFPPLNTDAHNLMKNN
PDSFQKRVSEYVEDSIKNVYDNPQDNAICFSKEWKDKNQLENAKKQIFKKDVGLIDQLSELYSKSKLKDLFK        
>Ddis_XP_641954                                                                 
MSQDHSVSKRLQSELMNLMMGPSPGISAFPDGDNIFNWIGTIQGAKDTVYEQMEFKMSLKFPTDYPYKPPTVKFETQCFH
PNVDNNGNICLDILKDKWSPVYNVRSLLISIQSLLGEPNNESPLNSYAASLWSNQDEYKKVLDKRYQEATSRP       



>Ddis_XP_641392                                                                 
MGPPDTDYENGVFTAVLTFPTDYPLNPPKMKFISEMFHPNVYPNGEVCISILHPPGDDPNHYESSVERWSPVQSVEKILL
SVVSMLSEPNIESPANIEAARMWRDNKKQFGEKVRITGKKTLELI                                   
>Ddis_XP_641236                                                                 
MSSPNRRRDLDLTKLMMSDYEVTMDGDSMAQFFVKFKGPSDSPYFGGCWKVRVELPPAYPYKSPSIGFTNKIYHPNVDLA
SGSVCLDVINQTWSPMFDLINIFEIFLPQLLLYPNPTDPLNGEAASMLLKEPEKYKIKVKEFVNKYASDNSENDESESES
DLSSYSDSSDNDDNDNNEKFPIDDL                                                       
>Ddis_XP_642773                                                                 
MATLPKRIIKETQRLMTEPAPGISATPATDNFRYFKVAISGPLDSPFEGGVFNLELFLTDDYPMSAPKVRFLTKIYHPNI
DKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAEHWKTNEKEAMARAREWTRLYAEAPVEN      
>Ddis_XP_640732                                                                 
MDSCNPNNPAVKRILREIQELRNDTNPDYKAFPLEDNIFEWHFTIRGPQDSDFNGGIYHGRIILPSEYPFKPPNIVLLTP
NGRFETNVKICLTVSAHHPEHWQPSWSIRTVLVALIGFMPTEGKGAIGAIDLPTKDRKELALKSLDWKCTRCGSHNRFAL
GQPVNSNNNNNNTTTTTTTTTTTTAATETTVTAITNTSTNTTTTTNNNNNNDNNNNNDNDSGDIKNEDQDYNEKLQEEET
KQNTETYYEEEEIVNNNNEQDNEDNEPIEDMVMKSLDNLPTQNISIGASGGSGASIQLNTPTIGVITENNKNSNNNNNNN
NNNSNNNNKNDNIAQNNSQTPSATQKPTTTLQNPQQPPQLQQQPIIQQQRTILNPSTIQIDRMIVILFTLLVALAIKRLF
S                                                                               
>Ddis_XP_640605                                                                 
MFRLKELQKKQQQQQQQQQQAAAPATNGTDAVTTEPTDVKRQNSNDLKEIRKQKSKDSYFSLKTKQSSESGSKRANPAEL
RAQKDIDEMEVPTGCAVSFKDTNDILNFNLSITPTDGLYQSATFQFTINIPSTYPYDPPKVHCDTLVYHPNIDLEGHVCL
NILRQDWMPVLNIGTVIFGLMTLFLEPNPDDPLNKDAAQLMIDNKKTFEANVRQSLRGGYISNRQFPKLL          
>Ddis_XP_640448                                                                 
MGDNRATKRIQKELADITTDPPSNCTAGVMGDNLYEWISTIIGPDDSPYEGGIFMLHIVFPVDYPFKPPKWRRIQFKTRI
YHCNINSNGDICLDILKNNWSPALNIGKVLLSISSLLTDPNPNDPLVSTIAEQLLNDRVAHDNKAKEWTIRFAK      
>Ddis_XP_629514                                                                 
MTTIPRNFVLLEELESGEKSTGDGTISYGLESPDDILLSSWIGTIIGPQNTPFDNRFYSLKLYCDKDYPNKPPTVRFTTK
INIGCVNQQNGVVDPKNLPILSNWTSKNRIQNILSELRREMSSSSNKKLVQPPEGANF                      
>Ddis_XP_628707                                                                 
MSEHNSDIVHPPTKDCITRLKREFQEISKNPIENILVTPSPSNILEWHYVILGASNTPYEGGVYYGQLIFKYNYPLSPPS
ILMTTPSGRFETQKRLCLSISDYHPESWSPSWSTSSILLGLLSFMSDNEVTAGSIVTTNDEKRILATKSMDFNKKNKTFC
ELFPYLAMDE                                                                      
>Ppal_EFA86646_1                                                                
MSELPQALLSRLKYELNLFEKDPPPGIQAWIAADKVDHLEASIIGPESTPYHKGVFKLEIIMPMRYPFEPPKVKFITPIY
HPNVDNQGRICLDTLNMPPKGVWAPSLNLLTVLSTIRLLMSEPNPYDPLMQDITDEFKNNHPQFLRTAEQWTKKYAKEDE
EGKVTSKEKNDNSTTTSTSSTTTTTTTSNNNNNSSSTSSNVNKYNGKRERENDLDKDNDHPTKVNRNQQEKVIIKDDEKE
EEEEEENDQSINKENEKEDKVEEDDDEDENDGW                                               
>Ppal_EFA86200_1                                                                
MAELSLARLTEERKTWRKDHPVGFFARPENNPDGSANLYKWLCGIPGKEGTPWEGGVYPLSIQFSSEYPSKPPRCSLPPN
FFHPNVFPNGDICLSIINESGWKPSISVKQIVLGVQELLDTPNTKSPASNAYKIYEKDRVDYNKKVKEQAKRYPPQL   
>Ppal_EFA86100_1                                                                
MSKTDSSVTKRLQSELMALMMASSPGISAFPDGDNMFNWTGTIQGAAGTVYEGMEFKMSLKFPTDYPFKPPTVKFETSCF
HPNVDPQGTICLDILKEKWSPIYNVRTLLLSIQSLLGEPNNDSPLNTYAASIWENQEEYKKVLVKKYHEATGITISTA  
>Ppal_EFA84855_1                                                                
MSTPARRRLMRDFKRLQNDPPAGISGAPMENNILQWQAVIFGPEDTPWEGGTFKLSLQFSEEYPNDPPQVKFLSKMFHPN
VYTDGAICLDILQNQWSPIYDIAAILTSIQSLLCDPNPNSPANSESARLFRENKREYNRKVKEVVEQSCKKYHSFEYFRN
>Ppal_EFA84073_1                                                                
MEKSTSTKRIQKELADITMDPPSNCSAGPIGDNLYEWMATILGPQGSPYEGGIFFMNIAFPVDYPFKPPKNNWSPALTVS
KLLLSICSLLDDPNPRDPLVLSIAEQLTRDKRAHDEQAKEWTKRFAQ                                 
>Ppal_EFA83905_1                                                                
MAASAIFLMDSKGKVLISRNYRGDVPMSVASRFVSKILEEEDLNLKPIIQEDGISYIYVKYNNLFLLATTERNANAATIL
LFLYKMIEVFNEYFKELEEESIRDNFVLIYELMDEMMDFGYPQSTEPKILQEYITQEGYKLERGVRGPVLPAAITGAVSW
RKEGIRYNKNEVFLDVVESINLLVSANGTVLRSEIVGAIKMKSKLSGMPELRLGLNDKILFENSAKTGNPKGKGVELEDV
KFHQCVRLSKFENDRTISFIPPDGEFELMSYRLNTTVKPLIWIECISDSHAHSRVEYLVKAKSQFKGKSIANNVQIIVPV
PSDADTPKFRCTMGTCKYAPEKDAIIWNIKQFPGGGKEFLMRAHFGLPSISNDDKPATKPPIMVQFEIPYYTVSGIQVRY
LKIIEKSGYQALPWVRYVYLMKYPVEGFSAGLVDDSNIYEWQIVIVGPPDTPYEGGFFNATLTFTPEYPNKPPKMKFLTE
MWHPNVYESGEVCISILHDPGDDVYGYEKASERWLPVHTVESILVSVISMLSSPNDESPANIDAAREWRTQREVFNKKVA
RIVRKSQDQ                                                                       
>Ppal_EFA82703_1                                                                
MSTNDDNSSTSKIIQPQQQQQQQAETTKVERNIFKEDIVTFINPTHQSQEFGVVAKLSWEDNDNLDDDDEEDDGKDDKDS
EDEELDDEDDDDDEEDGDDCENEDSLNSEDSDSFVDMDETINTYKFKNQVSGVLIQKPDGSLLELDFSELTMVDRTLYIG
DNVQRNQSDSAQLGKVLSMKKTYHVIPFEFLNTLIDTTRTFDETWFVTTDHVRPPTEYQYGVLVMDQESKVIGSITEDRV
ELKIKSLDDPNLVGNFLMSKMIKVEGLYDESVCKGKIVNSVRGKGLIMDVKSVNVDVNWYFYIDLDADEPNPKQKTQDVI



LIKDDYDYSIMGESVLYRDKEGVEQGGMVWYTETKYKILWQDGLVTLEASLDLTCVDNLSTDYFPGDVVEPAEKEKKTKW
GVIKQYNPEKRTCSVYWKSKSDSELPVELEEDVSVYLIEYIEDDNIDESDFVLRKDSASINPLADVVGQVIGKSNETCQV
VVRWNNGCEETLYPQDLAVVEQDDEEVDDDDDQDSDTMDAYDPADYEDDINDEANISKVARRMMDHEDELVKAHQTTGNS
FLQNVLNYIKKYKDDIGRLAGLSINDNNNNNSNSIDNSNSNNSNNNNNVKVNDKEVLEESSKVEEEVEVDDNNEERGEFE
LLTSIDNHAFFNEKVSMTSKFLSAINKEIKLLQTSLPKGIYVKGYSERMNLLQALIVGPGDTVYENGVFIFDIYLPNQYP
FVPPKVFYHSVTFKLHPNLYVNGNTPITTSSTDPVASNNTNNNENNNNNNSNHNILGITLPPSEGFSGDTFITLNNLPIR
KLVHHLPLLKVVQNQYRYDSWPSDVLSFAVQERCSTETIKFLLDNRTDQDIIPSIFNAIKNTDIATIDLILKSVSSQFLN
ENQSKLTIKIIASNGDTEIVDYLQSKFKTIDWIGSIEYAACRKQFDIVRYLVGFIPDNTILSDNTVAAVAKYGDLETLEW
LFTRNQSQTSCFKVIDLASKHNRLDNVKWLHENRTEGCSKAAMIYASTNGNIQLVKWLHENRTEGCDRSAMNNASANGHL
ETVEWLSRNRSEGCSGRALNQASLNGHLSVVQFLCANFIDSIKDQLQVALINAASFGHIDIVKYLFSHPLIVIDSAINKV
FNYDYPEIIYYLFREMKVFYKIERPSQILDVIVLGRLHAFKTIHQLGLCDINSLHFNYAASYKQFEFIKYIHQHVSNKVT
NYKSIIRNAFSNVHIDMIRYLIRICPNDLEEIMSLCLNVNRIELIGLYDVVEQLLIESKTTFRLDIRPVVRSGDIDMLKL
LIKYQHKYQHADRMLGCRVRKFLPSTFHSDSIKNALDIGDIEMATYLYEELKLVHTGPIKHPFKCLESYHFIYDRFPNLL
TKDIIFKVASGGQLDVLKFLLERIQLTVSQDIINRAFDFALQFGQFPMVKYLGSLQSEKICSSLSSSLANRKGYRTVYNY
VKDNNYKIG                                                                       
>Ppal_EFA82590_1                                                                
MSGPYRVCINRLQKEYLEIQRKPEKHILARPSPTNLLEWHYIIFGPEGSQYEGGVYHGQLIFPPEYPHKVSILMSTPSAR
FECNTRICVTMSDFHPESWNPFWNVSTILLGLLSFMTEDVQGSVGSITAPKSVRMKYAAQSKSFNCQNQTFKKVFPDLYQ
EFKKEMKEKRQASSSSSSTSSPQKQTIQKQQQDQPQTLQQQLQQPKQNIILIISLFIVTLCIIGVFIVKR          
>Ppal_EFA82428_1                                                                
MSGLNIDKYIPEVLKPYYSVAHDQLDRIVSPYNLPVSTDLLLLSILALVVILIFSLVFGGGGSSKSSRGGRATVGQSSAS
TSTSTSSSSSKKRGNQLTILGLPDSGKTTLFLKLVDKDVTTYASILPNKGHFNNGRKKLAIVDVPGHAKMRPTLPQYLGS
SLCIIYMIDSSTFIDQSAEEAQNLYDILVDSNVFERKLPILVFCNKSDLNGLGEAEIQSTLESELDDIRKTRGSAPSMMG
NEDGSDQREIYLGNEGETFQFDHLPNDITFTKGSIKSESNEVPESIISFINSCQYTLEDFDYESNHDYYNYNDNYDHKEV
LVVVNNNNNSSNSNNNNNNNNNNNNNNNNIDSNSNQSIDNIDKNITDVNTSLTSTSLTSTPTSISTSTTPYSSSPNYINS
SNNNNDNYKNQKKSNYKKNKKSKKSNYSNNNNNNNTQSNNNSDNKSITSAYNNVNNNNDNNNNSNDNNNSNSNIESSKNI
ETLSGDDINTSNNNNNNQECNNSNNSNNSKSNDESNKKQPILNRELSKLLSSSCTNLNELTTVSTDNDRCQTEQQQQQHP
TLNGNKIHFISPYEEYTSTASSPIPAGYDQHQSSSAKPTTTTNNNNNTMTINKQNSNSNSNRYDNVTSTYSYNNPISSQD
INSNNKINNSNSNTSNKNNNNNNNQLTSITNNHNNLKNNIKLNVTNDFMNNNQFGLGIGWNEMFQTLLLLAEHDEESKFF
KYKHISSLSKDFLHAATTYGKIIIEEAYIDPVYKTIKSVPSLGGQAGGEKYIYNGILFKFASDWINIYGNDEYSMKAGGH
ELKACMRYYGCDGIHVPLMALLDYRGFRLVAMSILPIVPKKTIVYGSADGEIVARVFKNIMRAELREKMKELKSIEADSY
IQVVMDFFNIVLGDPIQKHERLWFHLLKPEILHRFDNSLFPHESGFDLRTQIDLYSVFTRIQNMTGIKLADESMVEFKKD
TKSFRIVLSDITSMDVKVKHMNIISLAEGNALSLQCMKWEGKAGSERLFKLATNKFEEAIRSTPDNKDILNDYANVLKKL
ALSVGKEDCLNYLERSYSNFLLANNYLSLLQLGDLLHTLYLNQDGKLLTSKDAISILAEKCYLSVSCWGSNTKNTLLKTS
VEIISRRSTALPQVGDDIKVFALFRLANLLTTKATYNNDMELFLRAGNKIDDSDIEFVCSIAKHIQSVNISETSATSIGI
VMLIEQSRALTRLVANRCKVSDRHFGVFNSPDRKEYNLQCISLSDTEIKSIGHLSMVLPKLRHVNLANCPLIHQQDIQLL
PYQSRLIERLNISNCPNLQEDAIKQLVKSMPLLKELSCSQCRFVTVPPVDPAIITHLDLSYCKLKQIKNVIHQFVMLESL
DLSNTGVSVDVILDVLSHCPRLTRLLFNSNQNEQPLKRSNSAPSPLPVTPLTPAKQLHTKGLPTTLLLNHLEMQAINIHL
DNLNDILSRSPSLTNLNLAQIEVNNTIFQTIGTHCKQLSIANFNYCKAVNDVSIETMVSQCHGITKLLLSCCHLLTDNAI
SAISNNLPNLTVLDLKKCPLISELSSLQVRCPFLRDIDLSMSENISDSSVSKLMTLCNLKRLNLYGCKRVTDESIRNLNE
NSHSSIRNLVLGLNKTSSSAIESLRSNHQEINISATNSGGASSSSSGGTPLMQTISQATKRCLMADLKAIKTHPLPLVSA
EPVDASDLLTWHANIMAPVGSLFEGAIFHLELKFPPTYPANPPSGVLLTPFPHPHVHDGGRICLDILSDFQSYFAGHPQE
TTTTTGWSSAYSVQTILLQIQTFLITFDDEDSAMPIEGYLVKIPDAIANSKTFRCNQCQHTPEIPWPALPDDSITTTSNN
ASSLSSSSSPSSSSNNPLTLSLSSSNNNNNNNNSSLTESGGLTSNANNQLAISSSSSYSQTSSIGNSGIIKSPSLNKYSF
SSDNNNTTLTDEEDYIRSIEPELVCYHTRVSYQEDILGIGITIVSKKEKSTKIDEIRTSLDLLSREAFNQGVRSSILKES
FTHWLPLYINHQHGERAWSALEMSLTTMFNVKQFKPELAKKFLCIAMNTMCVLIMNETLHASIKLLEGYCLFHQLFVAFV
KRYPSLLNDINKEIYNFIHIPSKRHKKETPALGEFLPLLTVSDYKWSEVANAYLEENFDRNVMWIIKKHPSYGNTQPDNT
VDARRPQMAMDASNVSIRLLLFHVYFLQHLARPEGSTLDTVNDQYNRFYGKPPPFIRDNLQKAVKEIMRVTTWDEFFAKI
GLTLPPESDFIEWLRRSVGNSLAKNYHRRTESGANEFVKHPQMKRSPSNLRNHNSPPNNYRVSQDEDYYNFNIFSPPDSN
SYSQSSLSSSSNLRNNNNNNSSHLNPSMLLSPLPSRPITPPLLSPSSAAFLLPPRPKSPNHHHSASPSASPSPSQSPSST
PIPYITYNNYNNNNNNYPQQQQQLPPLSYRDSLVYGNSMSLPPQYYRPVYNNYNSSYNDNFHDNLNDNSYIYPNNSNNNN
NSAYTDEELYYNYDYNLNQGNPYRNQSTPPLRGYPPMRSKSYNPNNNTYKNINNNNNNNTYKNNNQNKKNNNNNQSKNNN
NNNQNNNQHKPCKFFISGYCGYGAKCKMSHIIEK                                              
>Ppal_EFA82283_1                                                                
MSTVNKEIQHPPTKECISRLRKEFLEINKNPVENIVVCPHPENILEWHYVILGPENTVYESGLYYGKLIFKYNYPLSPPS
IIMTTPSGRFQTDTRLCLSISDYHPESWSPSWSVSSILIGLLSFMVDNDSTLGSIITTNDEKRILASKSTEFNKKIPTFC
QLFPYLVED                                                                       
>Ppal_EFA82218_1                                                                
MSGIALARLTEERKNWRKDHPFGFYARPKNNADGSANLFMWECGIPGVTGTLWEGGVYPLTMEFSEDYPSKPPKCRFPKD
FFHPNIYPSGTVCLSIVNEDGNWKPSISVKQILLGIQELLNEPNPKSPAQQLAITLFIHDMEEYKKKVREQTKQYPPPN 
>Ppal_EFA82181_1                                                                
MAGHLEKQFEQWANSSEEPDEYVWLQSTKNTIEMLFKGFEINITFPLDLSDIKSYKLISKEKSCEVWINRLNTDLPNLKP



ATFKDLLDLSLKYFKNRNASHTSGSSDVKMSDTDVDIEDEGEEEGNDEDDHKEDNMEEDEEVEDEEFASGSAEDEFDDED
DLFENDHFQEALQTLKMKKEWAKKEQLIRAQLGEKKKKDPKVNSIFSSDAAFGVLTNDLFSIMKNVHTLGFSAQPIDDNI
YFWSVKMFGFDPESKIYQQLQLLKKEFDYVLFTEDLYPFYPPTLKIIRPRLQGFLIGKISHLEILTLENWNPINDMRMVL
NHLKEVLEKFGHLDVNNPLNSLQSTGSYSSTEHFLLRLEILSNIVPRANQKYGLVSNIVKPAVVISKPKQLGDKAFWAKG
TGYGRGAQNGWNVDAYVAAQKERDQETISLINAIEKEIKIKPPPFDVLEESCLLPFFESYCRDIVPLDIERHQDLFQAIF
SLMDTISNHEQFIPLFSLLAFQTNSLGELLNSASLQIESVFRVLDEAQKKALVAQNLIITVNKKVQTKLKSMMEEIKKLE
VGRGITSEPIDTSVELKYVKMLKPHLFDAASFTSTSSGHNSQARILRIAQEQGGLISSLPISFDSTVFVRVDEKNIDSMQ
ALITGPADTPYSAGCFLFQISFPAAYPQSPPHVVLSTTGEGTVRFNPNLYNNGKVCLSLLGTWSGGAGENWNPNTSTLLQ
VLVSIQSLILVPEPFFNEPGYETQIGSQQGKTSSMNYNQNIRIATIEWAMTDMIRKCPAHWKDIVHAHFWFQKQKIKAQC
DKWLEEFLNFKTINSSLNSPLRSIESTPISTSSPLLIKTNIESPVPILDIKDSNRDSVDSIQPNGEKENESLILNDTIKV
VEVRKIVWVHYSSISLKIQYNDNTHSNYSDFYLEIVRLFNLIPNATIEFRINSISGPTVGMMDSITNDMKDIYIVEPPVV
EEFQQGVSIETISRRFNLENISLKRKGSNTIVAPPLLSGDYIVEPAPQVKSNIQDISIQHELDIIEKRKDINGSRKRALK
LLLNVMSMMSTAKTMATLLPKTLYDLIK                                                    
>Ppal_EFA82126_1                                                                
MATTINKLKVITDFTACTHKQTYNIQKWHQHHPNVYKKQMSQQQNENNNKTTKTIIINNNVQITLDEITDIMKTPPNWFS
AAVVGENLYKWKATLLGPEGSPFEKGTFEIDLDIPNDYPFKPPALKFTTKIYHPNIKSDGSVCSELLSQSWSPQLKIQDV
LLTIRSLLTEPNPDVPLEADIAQQYKTDRNAFNKIAKEWTKKYAKYIIIRISSLISNESIIFIGIPCEVGATK       
>Ppal_EFA81921_1                                                                
MSSENLPPDVIKRILKELKELNSNPLEGITLLPLEEDISNIDALIVGPNGTPYEGGHFKARLILSSEFPGVPPKANFLTK
IFHPNVSKKGEICVNTLKKDWSSDLGIKHILLTIKCLLIVPNADSALNEDASILLLENYDDYCKHAKMFTSIHAKATVIA
GTESTGNTSGVSSSNVLTSNSTNIEANNKSEKASTTSSSSASTTSTTSSTTTTAATKKKAELDTSKAKKSLKRL      
>Ppal_EFA81677_1                                                                
MNQQSSYTSSPMLYYYSPSNLCSNSIPPSPPSTPLSIVQHYSGNNSDMVYLEGPKDTFYEGGVFQLLLTFPKDYPMSPPS
LRFLSEFWHPNVYQKEGKVCISILHPPGEDALSGELPQERWLPTQTVSTIILSVMSILSDPNCSSPANVDASVEWRQNRD
AYKKRCAKLVEKANASKPAHIVIPHPDTNPEEHKRSVEKIKMAERGMDIDYFEMDEDDYNNYDEDDDDDDEDDENVDEDG
DDDDDEDGVDDDEEEDDDNDNNANESTNVNTTNNNSSSNNNNNSSINNESNQNTTITNNARTNIIIQQDNENTTPPCIES
YNLSPTVSTSPSSIENSIVSENNNNSNTEQSTTTTTTTTTTSTLNNNNLNNNNELNENNIILS                 
>Ppal_EFA81552_1                                                                
MSSPNRRRDLDLTKLMMSNYEVTISTDSMAEFTVTFYGPKDSPYFGGTWKVRVELPPNYPYKSPSIGFLNKIYHPNVDLA
SGSVCLDVINQTWSPMFDLINIFEVFLPQLLLYPNPTDPLNGEAASMLLKEPEKYKQKVKEFVNKYATKNSQQEDSESES
DLSSYSDDSDANDSDNDGDDDDTKTKFQIDF                                                 
>Ppal_EFA81012_1                                                                
MNDITTPIFHNENDNTLARPQNTQNEPIVPTTTSSSTTTSTSTSTTSATGNSNNTNNRNSLNSSTGSNNSSSGNTTNETT
IESTKLRLLFEYEKLKEINLRGLYVIPSLNSIFEWHNVLFIRNRVYRSSVIRFLIIIPDDYPNSCPSVKFQTPVFHPLVG
MDGEFELQHHFPDWKAEKYMIPHILCYIKNIFHNPEKFDYPPLNPEAAKLLKEDYEEFLRKVSHFVKLSIQNVYENPQFS
SIVFAQEWKDKTQFENTKNNVLKRDTTVLGKIRQMEYLDFSPSDSFQAAVDDSWVLSATFLVFFTQAGYCMLEAGVVRAK
NAKSIIIKSIIDTAFGSLIFWAVGFAFAFGHNNNPFLGTSHFFLIRYDNLAFFAFQWAFSTTSITIVSGSLAERVHINSC
LIYTVVMSAIIYPITAHWVWSKDGWLRLIGTNGIVDFAGGVVVHMVGGAVGLMGTYIVGPRIGRFDSESGKPKPLPGHSI
TLSTLGAFIIWYGFYGYNTGSTLGISMGRMAIASRSAVTMTISATASCATTLMVIKLFSGKYDVNKSVNGLLGGLVSASA
SCSMVDPWAGFVIGCVSSFVYLGTSKLLLKLRIDDPLDSAPIHFSCGMWGAISVGLFATQNDLEKLLVRPTNSYGLFYGG
GVEQLGVQLLGVVCVALWCFLISGILFVLMKRFNLLRIDPTRELMGIDMDQHGGPAYPNFQNI                 
>Ppal_EFA79905_1                                                                
MSSSNTVGKAMIRLMSDLKQMKEEPPEGVSAEPVDSRNLMNWTGLIIGPENSPFEGGIFQLSLNFNESYPDQPPKIKFVT
PIFHPNVYADGAICLDILTNKWSPVYSVSSILTSIQSLLSDENPNSPANPEAANLFIKDKKEYRKRVRQCVDRSINIINV
ISIAEPCPTN                                                                      
>Ppal_EFA79587_1                                                                
MALKRINKELSDLARDPPSSCSAGPSGDDMFHWTATIMGPKDSPYEQGVFFLNIHFPTDYPFKPPKISFTTKVYHPNINS
SGSICLDILKEQWSPALTIPKVLLSICALLTDPNPDDPLVPEIAHLYKTDKQRFEATAKEWTRKFAQ             
>Ppal_EFA78638_1                                                                
MNTNNSAIKRIMRETQEIKQDSSPDYTAFPLEDNIFEWHFTIRGAQDTEFEGGIYHGRIILPPDYPFKPPNIVLLTPNGR
FEAGVKICLSISAHHPETWQPSWSIALIGFMITEGKGAVGALDYSAAERKALALKSVNWSCSKCGTHNKTALPEVVKKES
TVTIDNTTTTTTTTSTTATATSLNTESKDSSSITNTATEQQQQQQQQQQQQEQEKEHQEKEKEQEQQEQKQEQQNNDKTT
EEESTIIKRNINQPNTLVDQLPPAPTSNSSSSTTASIKNNSNNNNNITNATTTTTNINTRRIESITRPSTTNIDRLIY  
>Ppal_EFA78174_1                                                                
MASKLLQNQFKKIQSEPIEGVCFELVNENLFEWKAYVEGPPETDYEGGIFQISMKFPNDYPMSPPTLVFLSEFWHPNVYT
DGKVCISILHPPGEDETSGELPEERWLPTQTVTTIILSVISLLSAPNTSSPANVDASVEWRNEREAYKKRIKALIAKANQ
KVPSHIKIPHPDSDPMERAKQVEKMKLLNKPMDFFDDYDDAGYDDDEDDGDYDYEEDEVDYNSDNDDEGIDNDDD     
>Ppal_EFA77986_1                                                                
MFRLKELQKKQQAAAAAASTPATNGTGESTAPSTQTEVTEVKRQNSNDLKEIRKQKSKDSYFSLKSKQSSDVGTGGKRAN
PAELRAQKDVDEMEVPLGCKVTFKDTNDILNFQLDITPTDGLYQSATFKFSINIPNTYPYDPPKVHCDTLVYHPNIDLEG
HVCLNILRQDWMPVLNIGTVIFGLMTLFLEPNPDDPLNKEAAQLMIDNRKTFETNVKQSLRGGYLCNRQFPKLLIMKKYI
YLSLLFVVLQLIIVLSNAYDLQQLDGQDNCFAHPTLCDKNQTCIVDDNPKCTSDKIKVTKIQSFSDHNVLNTINQYEVTL



HNGLPNDVKQLQLEPIEPLILRDYKSYWNIGIYPNGDLITPDDQVIYKDNTFVFGLNRGRAGKVSKVSNR          
>Ppal_EFA76674_1                                                                
MATRYAKRLQKELMELQVSPPTGIRVEEANDLSRWVIGIDGTTGSLYQGEKFSLQFRFNDGYPLEAPEVIFIGKPPVHPH
IYGNGHICLSILYDHWSPALTVLSICLSILSMLSSCTEKVRPVDDSVYVSRAVGKSPKDTR                   
>Ppal_EFA76590_1                                                                
MTMSSAYKRLMQEYKELTQDPPEGITAGPQDEENLFIWDAYIMGPSGTDYEHGVFTATLTFPQTYPISPPKMKFTTEMFH
PNGNNNNVFYSSIEFTAAAAADNTVYLQSLNKLYNYIVYPNGEVCISILHAPGEDPNHYETSAERWSPVQSVEKILLSVV
SMFSEPNVDSPANIEAAKLWRQDRDAYRDKIKQIVRKSLELEIY                                    
>Ppal_EFA76546_1                                                                
MAITINIIFQNKKIALPFKKTQKVHELLEEIIKRAAITSIPADQLQLLNDSSELFKEDTLEDLGINDNVELILKQITSAA
AATTTTTPTDNNTSSITNIVNSTRRLSIGDITDSNNNNNNTEPFIPIKPTVSVFSEKIKQIDIIVLDVSGSMKAAAYAGS
KVPGELEMTRIEVAQALFQTFIDKYVQQEIPACVGLVCFGERIDLTFQPTRNFDSFSTELGDVDANQAKTRLYEAIKLAA
ETIVSYKNKHPADILLSDDLNCRVFALTDGQDNSGSDPYKVFTYLKEHNIVLDAIPCGNGADKEALGTFTKATGGSCFII
DSSQAGVELFEREALINLSSRSDFKPFSIDIATREAFLGITPTTVTTVERKVESAVASSGKCVGGALKEETAAKAKSSSA
NKRIIAEYTNFQKEIENSTQPSFYIFMSESNIKIWKIIMKGPAGTAYDGLYMLSVVFPEDYPFKPPKVRFETKVFHCNIS
SDGMICLDILKDSFSPALTIHRIMLSICALLTDPNPMDPLDAVKAGLYRDNPTEYWNSARQWNKTHAGFTLAELKTLHSL
E                                                                               
>Ppal_EFA76498_1                                                                
MKEYKVLQNEAFEDIILYPKDETDLYQWTAIIKGPPETPYEGGNFELDIQVPSNYPLQPPTVKFITKVFHPNIHFKTGEI
CLDLLKTSWSAIYTLQSVCRSIIALLSHPEADSPLNCDAGNLMRNGDQKGHDSLAKMYTRIYS                 
>Ppal_EFA75916_1                                                                
MNSLPKRIIKETERLVKEPAPGISATPNEENLRYFNVVITGPVDSPFQGNVSHHKSGGVFNLELFLTDDYPMSAPKVRFL
TKIYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAEHWKSNEKDAIQTAKEWTRLYAA   
>Ppal_EFA75902_1                                                                
MSVLPRNFRLLAELEKGEKGLGDGSVSYGLESPEDTYLSSWIGTIIGPNQIFCDKDYPNKPPSVKFESKINIPCVNQQTG
VVEPKNFPLLKDWSDKTTIETILLELRREMTTTANRRLQQPPEGTYF                                 
>Ehis_4_m00624                                                                  
MQQTSNLNSVKRLQREYAAFLKSPPPDMTIYLIESSVHECHFSFKGQSETDFAEGIYHGKFVFPYDYPKNPPEVYFFTPN
GRFAINTKICLSITSFHPETWTPVWSISSMLEAIRAFMLTPAAGAVGGLETCSDIKKEFAIKSQYYTCPICGANHQELKK
VFMLENESGKKNSTESVEYQSKTSTTSKEVLSKLSDSDKIEHKLENVEKDNEIITEKENNNNQNQEIMKEESNVITQNEI
NSESKEELLTKLEDEIVKDTKEKEEEITQEDDVLTILKKRQEAEKEKIKHFLEHEEETKEENKRNEQYAVIDETINIILY
LSIFLVILMVLNLLKIKIIMYFLN                                                        
>Ehis_22_m00295                                                                 
MNQASPICRKKISIEMKQCQQQKDPLIIQRFDPNNILNCYYIFIGPKDTPYEGGIPPSIEMFTPSGRFKPNQKICISISN
FHPETWSPSYNVFSVLMGLLSFMTGTDCGVGSFNDSDSKKRQYAKDSIRWNQGFKLFQDVFPEYC               
>Ehis_22_m00297                                                                 
MNQASPICRKKISIEMKQCQQQKDPLIIQRFDPNNILNCYYIFIGPKDTPYEGGMYFGKVTLPFDYPFRPPSIEMFTPSG
RFKPNQKICISISNFHPETWSPSYNVFSVLMGLLSFMTGTDCGVGSFNDSDSKKRQYAKDSIRWNQGFKLFQDVFPEYC 
>Ehis_42_m00186                                                                 
MRRINTVAVKRLTTEYKKLTQDPPPGITAGPISESDLFVWEAVIIGPEGTEYEGGILTAKLVFPPDYPMNPPKMTFTCPM
WHPNIYPNGDVCISILHPPTEDPTHYEQISERWSPVQNIEKILLSVMSLLSCPNCESPANVDAAVMYRTKRDKYIKKCKE
CVEQSKSRYRSKN                                                                   
>Ehis_51_m00148                                                                 
MSGLAIQRLTEERRLWRREHPPGFIARPRTTKEGTPDLLTWDCGIPGAKGTEWEGGIYPLTMEFTEEYPTRPPKCRFPKG
FYHPNIYPSGTVCLSILNEEQDWRPSISVKQILLGIQELLNTPNTLSPAQPDAFKDITNNKELYHSKVQKQRIQYDQEKF
TL                                                                              
>Ehis_54_m00233                                                                 
MRITKKNVIKQNETRRIAQETKNILTNPPSGIKVTIDENNLDYWKAIIDGPPDTPYEGGKFALDVFLPENYPYSPPVIKF
ATKVYHPNISFFGKICLDTLKPQGWVCAMQISSVLQTIQQLLANPNLEDPLNLEVNNLWLSNPAQAKSNARDYTQKYAHA
Q                                                                               
>Ehis_54_m00215                                                                 
MAMRRIQKELREIQQDPPCNCSAGPVGDDIFHWTATITGPDDSPYQGGLFFLDVHFPVDYPFKAPRVTFMTKVYHPNINK
NGVICLDILKDQWSPALTLSRVLLSISSLLTDPNPSDPLDPEVANVLRANKKQFEDTAREWTRMYARP            
>Ehis_96_m00131                                                                 
MSQLTAVSRIVEERRAWRKDHPPGFVARPIMKKGQPDLFNWECLIPGKKGTIWENGYYPVEMKFSTGYPASPPRCYLPEG
FFHPNVFPNGQICLSILNESYDWKPTTSIKQILVGVQDLLDNPNKESPAQQRANDYFVRDIKAYKMEVIKQKEQYLKDSL
>Ehis_98_m00134                                                                 
MIKEQTPTNVTPEKTPSPNGDGQQSGISKVARARLQKDFAEYEPIPGCIFEQVDKNDITKFKLSISPLEGYYQGGKWSFL
FECPRDYPNNPPKVTCVTPIYHPNIDLEGHVCLSTLRLDKDWSPVSTLNHVVCGLLSLFLEPNPDDPLNTEAGETMKRDI
NEFVRLVNKTMKGGRFFGKDFPRFK                                                       
>Ehis_99_m00162                                                                 
MTKRITGEFAKLQKNKEGWFTVGTYSDDIYQWKVIINGPENSPYEGGKFEVKITLPKEYPHKPPMLVVMTKVYSPIVNPE



DHTICHPILQTDNKPGNWAPTSSVYEVLVAFRSMLGSLSTDHVSDTEVAQVLAERPEEFKKTAREWTKLYAK        
>Ehis_107_m00123                                                                
MANKSALILAKQLQELTKNPVDGFSVGLVNDSDIYVWQVMIVGPPDTYYEGGMFQATLTFPKDYPNNPPKMKFISEIWHP
NVYKTGDVCISILHPPGEDEFGYESAAERWNPIHSVESILISVISMLSAPNDESPANVDAAVEWRNNREEFKKKVRRCVR
KSIEG                                                                           
>Ehis_142_m00156                                                                
MSEANARKRLLIDLKKLSQSPPEGISACPDEDDIMKWTCVIFGPDDTIWESGIFQLSMTFTEEYPIKPPKVVFISKMFHP
NVYPNGNICLDILSSQWSPTYDVIAILSSIQLLLNEPNPSSPANGEAAELFVRNKREYNRRVREIVDESLKAVEDEDDNE
EEAE                                                                            
>Ehis_151_m00106                                                                
MSAAKFIQSNYKSIIKDPLEGIYVEYASEDNIFEWNIWMEGPTQTPYEGGVFNLRMFFPDDFPSNPPKLVFKSEFWHPNV
YPDGKVCISILHPPGEDEMSGELASERWLPTQSVSSILLSVQSMLCDPNMYSPANTDAMVQCRDHNKEYLKRCKEVSLKG
RASLPSFIKIPHPDTDRIEHQKQIEKARGYDLKCSMDIDMFDDVGDGEEIIYDDDDEIN                     
>Ehis_327_m00073                                                                
MSSNRMRQRRIAQETKNILTNPPSGIKVTIDENNLDYWKAIIDGPPDTPYEGGKFALDVFLPENYPYSPPVIKFATKVYH
PNISFFGKICLDTLKPQGWVCAMQISSVLQTIQQLLANPNLEDPLNLEVNNLWLSNPAQAKSNARDYTQKYAHAQ     
>Ehis_484_m00038                                                                
MSSSGSIALMRLTADLKTMLTDPPVGISSGPIDESNLYFWQATIAGPENSPFEGGLFELRLTFSDEYPIKPPHVKFISEM
FHPNVFKDGRICLDILQDKWSSVYSVSTILLAIQSLLTDPNPNSPANPQASALYTSNRKEYNKLVRACAERSLECN    
>Acas_g81                                                                       
MMSEYEVTMPGDCMTEFNVKFNGPKESPYEGGIWRVRVELPQAYPYKSPSIGFDNKIYHPNVDEASGSVCLDVINQTWSP
MFDLINIFEVFLPQLLLYPNPSDPLNGEAAALLLRDPERYKSTVKEYVKKYATEEALEAKSESDMSEDISSYSDISDGEE
DEGVFP                                                                          
>Acas_g569                                                                      
MGLMTSKQAGISAFPEGGNFLTWAATIVGVEGTPYAGQAYKLSLRFPSGYPFAPPVVRFETACFHPNVDQHGNICLDILK
DKWSAVYNVSTILLSIQSLLGEPNNDSPLNPTAAALWPTQEEYKGTVERKYREATANCRE                    
>Acas_g1253                                                                     
MTNALLSRIYKDIIDIPHFPTVRIKCIFETREEKRERRRIERAKHNLSHPLEQLPVDESSDESSSEDDEDLDLDIKALKV
IITPLGGPWKHASVPFRFDIPKTYPNDPPKLTWLQEGQVLTDCVQCLKRIYHPSIDLNGRVCLGLINEWMSILNFESIII
ELEQLLAQPSPSKPLVKDVGNELLDHPDAFAENVERSKRGGVIRGVYYDRLDGIAPDGVGYNSLKNICFTQIFEWIKQSK
KAKLRKMVQQQQRLYSDIDIDDDDEEHKEGWEECVMSEDDDVYSESDPEESSATTPRGPCSARRGGGGAGEKGKAKAVKS
REEYKRFDESMVESLPWELREIIEEYSRIIERNQLQKLARKEKKAKDEQIRLGGKVYIRNLAGKMTMIEGVEPTMTIWQM
KELLDAKTVLDDRKTVAEYNIREGSVVYIVLAWGGG                                            
>Acas_g1896                                                                     
MNKVVLKEFQQTNFQSFSDGQITIQFPNEEDLTEVEAILTPTGGFYEGGRFVFGIKLPTNYPHQVAAITCKTKIFHPNIN
YEGYICFNILADEWTEDVRLVDYAHSLLWLLYQPNLDSRLNGDCPNGTAEFARLVRRSLHGGEVAGQRFPKMIDAPEPAF
VPTAPRPNPNVIHAPVMAVRDLVRMFTSDEETAQPPAPRTFTRRTAATAPTTTTPTPTTTPQLVTTTTVPPTTTTPPAVA
TPTEPTTTAVPPEETRRIAFVAAPIVNGHLVRFVPIEPPTPVVVREMRTAPPRRWPAVSGGVRFVNGARAY         
>Acas_g2430                                                                     
MVPSSPPTSEKVGALERISWELDQFDNDPPHGIYMAPWAADRYRVQVTIQGPHGSPYEGGIFKLDWSYSPHHPTRPPIVR
FLTRIYHPSVDDEGKLGLRVLGPGLWRKEFTIRQILLDIKLLLLDPGTGGYPLVPGVRDIFNTDLDQFNRVARGWTRQYA
GRDQACRPAGEEGEEEGYSRKKRPNNFAGPPLPPPSSLLHQPPAKRRRPDTPETLTLPLPPPLHPITVPDQHSSDSFYSL
LPFPLRPTTITAPPPDTTPAAFPPLHSIRAPAEPTAQGAELDGRVGAVLEELRLARRYRAVFAREEVSYAAFLLLDADDL
AQMGLPIGPRKVLLAKIHQLRNNDQQHHESEHVV                                              
>Acas_g2614                                                                     
MLSIPLKTTNKVDFLQPLQQFIVRSFSKEQLQQHEEALNHLHQLREDVRTVTDKSEHTRDVFCRYYGLLETVEKRFPINE
ENIKINFVWFDCLKRKKIAQYSIHYEKACILFNIAAISSQIAEVQNRTTPEGLKKASHFFQLAAGTFEQLRSYLEEHPQQ
AVPVDFSADYLNMAINLMLAQAQECFCEKAAKDNISPMVMAMLTAQAADYYDLARALMIAVSLSSYVDAVARLQMAANIL
ASGDLYWPLRAVATEVQDWFNRFKEVVAKAKGTAEKENDTIYHERVPSQEQLVKLPQKAMVKSLPPGDLTLKSDKDPFSS
LVPFHILQSASVYNEKKAGLVREELKQIREHSDFAKGSLSSMNLPASIEGSGDKDPLPPSLREKSRTVRQEGGPEGIEEL
VNTLNKLADEARISLDKAFQVLDEEEEDDKQIRAQQMGRWNRPPSHALTAGLRQEGAKLRSNLEHAQKSDSFVLQKFDAH
RPGMEGLAMTESVMPAVEELPPEADEPVEALKESLGYLDSCIAQRNTLEAQLKQTSENDDVTGLLLTTPYPHEVIFAQEL
RKYEPIQAKIKDNLAEQSRLLDTISNENTRFVTIKSRSEQSRRRLDLLAQLDKAYEAFVELRGNLREGIEFYSNFDDVVS
SFRTKCKDFVFARGQEKKDLLTQLQSSSSRPVQSSPSHNYPTTSAPAAYPTAQLQQPTFGYQIAPGLVRPPGAGDYGPMP
GAWQPHMTPVYQASPQQPAAYQQPPAYQQGYSAPQQRQQELQKNPVEGFSAGLEDDNIMKWEVMIVGPTDTLYEGGFFNC
ILEFPNEYPDLPPVMRFVTPIWHPNVYADGKVCISILHPPGDDEYGYEKASERWTPIHTVETILISVISMLSDPNDESPA
NLEAAKQWREDKAGFKKKVQQYLPDEFGFTEEQALGLPPLRVGLRVVGGKGGFGSLLRGGNTKVGQKKTTNFDACRDLNG
RRLRHVNNEKRLAEWYAQEKERELARIGERHSRVAQKQAVTPFDEVAYNQTLESIEEEVASSLQVGLQEARAAREHRQAN
PPPPPSAPSWDFAYSDSEDEEEEGDSEEEEKEEKGKEKEEAEAKSGVKRERPEEEEEAENKDGEARHTPKKAKKDDSEST
TTTACGKASALPPPPAWILG                                                            
>Acas_g2728                                                                     
MEDQKVGGRHNKTSKLILKEFQDTNYKSFSDGQITITFPHNDDLTHVKVVLTPTGGLYAGATVAFTLRLPAAYPNEIATV



QCVSKILHPNISKTGAVCFNVFGAEWDSCMRLVDYAHALLWLLYQPNLDSRLNSECPHNGHEFERLVR            
>Acas_g2865                                                                     
MRIAVCGMVEDAILGRNEPWNELIKHQFLLWFDNYLSTAERELARGLEGQEFRPMPFEFDGNTAAGKYNYTNIIARLKDL
KSRIDRETEEWKEKGKVFTKKETGWKYYQLMEEAEKFKSGKVTLEGVSAAPVEDDNLYHWQASIFGPDGSPWEGGFYNVD
IIFSEDEAPPRVRFITEMFHPHVTSDGIPFYLVAPARRGLVATILTAIIKLLKANPNPSPATWANVQAAKMYFSNDDEVK
KEYRKKVARLVRKSVEGDE                                                             
>Acas_g3099                                                                     
MALKRINKELQDLQRDPPTNCSAGPVGDDLFHWTATIMGPPDSPYQGGVFFLNIHFPTDYPFKPPKVSFTTKIYHPNVNG
NGSICLDILKDQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHIYKTDRSRYENTAREWTRKYAM             
>Acas_g3157                                                                     
MLLRKMHHPTICSRHRHILTEDVVCLRTNPKKVGLVAHVPWESDSEDGEEDWFGDDDDEEEDEEGDEEGDEGGAEGSQGE
DGDEDDGEGDVAEGSDDGAEEGEGEDEDEEEDDGTKVEVTWLAKNPWDEPSDTLEEPGELQVIDRAFLPGDIVGRINDPF
GQSGTVVDVDLRLDIKLSSGEVLQNVPAKRVRAVHPFGPDVNVVKDGWLGTVYKSTHMNIPHYNTIETGEMVDADDDEYS
EDELELYYPTMEIFVDELGKEVVRNATWLSGAYRRNFDSGIVIKVEPLEVSVDWIAATFMTTGEGVNPPDHLCQPSELTV
LNHYHYANWQIFDVALIDPEPQQGPEQPQQAQAPQPAGRGQGGQKGGQGAGSGRGQQQGAQKAPQSKYLAKKNKLREKKQ
QQQQKQKERKSEARCGIIMRTRTRVTVMWQDATREEGVPSVSLTPLHDLLDADFWPQDFVQEVVEIQPTDAENDERDIVT
GKTNSLRKVMERLHLSSAGAAEDQPAAAAEAETTPTPTDEDQSAAPVAAKSRLGIVKKVDSAARTCVVRWLTGQHTKASE
KAESENENEKMEVEEEESAAKNEDEGEEEEVSFYQIMIHPDFKYRLGDLVLKLPGTGGDSAALEQQESAQGQWVGELVGL
RDGKLLVQWSDSTTSWVGPEQVYALDTDDDWHANDDEFPVDDEEGEEGEASDEEGLSSAAAAALTATGPNAGLMQSVISA
ATNWWADGIRPPADEAEEESEEEEAEGESEASESEDEEETKGATSLAEHVKAAADSDAPFAFLPADSDLEKLVIQHHRFR
RETQAPTNQREWTAAVVKEWGLLKKSLPPGVYVRGFGSRMDLLKVLIIGSSGTPYVHSPFVFDVYLPPNYPHAPPLVHYC
SVLNERFHPNLYETGKVCLSLLGTWEGKGVETWNPATSNLLQVVVSIQGLILGTAEPYYLEAGYEKFRGSVEGERKSKLY
NESAFLLSFRAMSAILRNPPLPFQLVIRRYFADHAKAIVELCQPYLLEPVPIPTLAEAKRECETKEGEAGASKPPLTHTP
SKGFCRALTNVFPRLVHELQTNQQQQIQRSRATASSHQQ                                         
>Acas_g3271                                                                     
MALKRINMELREVHRDPPPGISAGPVSDSNMFHWSGMILGPADSPYQGGVFFLDIQFPPDYPFKPPKVRFITKVYHPNVN
ANGSICLDTLSTNWSPALTASKMLLSILLLLTQPNPDDPLRSDVAHVYKTDRAKFDATAREWTQRYAM            
>Acas_g3328                                                                     
MLGLGKKKEKKEAAPAKEVKKEKKEKKEKKEKKSSSKSADSAKAAPAKKVRDPTGKVFLPALKEWLASSKNSEQIEYVKT
DEEDHRFHFTIGDEKLNFELTFPVEPEDVWCVSSDDLSEDWVNNTLEFVMESKSVGEALMFCTQQYSALSDEELSDGDED
DDEGEEEEDEDDGFDDECFSKVEKGPKKSYTPEPQIDTSKFIIPAGYEPGGVQAIVQQYRDILKTSREERGYDAAPLNDN
IAQWEVKLFSIPKDEPLYQDMKQLGLEHITLHVTFPPNFPFSPPFIRVVRPRFAFRTGHVTLGGSICTLMLTNDGWIATY
RLDQVMVDIAAMLGSGGGRLDLSNRSDYTEEEAMVAFRRMLDTHGWKHWKH                             
>Acas_g3423                                                                     
MNLLRQRAKQASSSAGSGGGSAAARLLMREVPTLIESLPAVSEAGLWAGGRFVFRVDVAPDYPFGRSNVKCLTPVYHPNI
NEEGSVCLNILREDFSPAIHIEQMCQGMLFLMLHPNAESPLNDLAAREMLDAPDLFAQHVRVALSGGTLHGRRYSNCLEA
>Acas_g3990                                                                     
MRDLHELQSEPCRTVCAAPLENNMLCWHGNLRPLSGPYAGAVLHIIMEFAEDYPASPPQVKLCQTIPHPNVFGDHICLDM
LKSYTVSQRYAGWSSAYSVQSILLQLQGFLFAENIPQEHGGPIKAYSGDKVVSVARAWLDSFACAACGHTSAQPQPPLPE
VDAFVPPTVSTRAERQEANEKGKEREEVVGGSDGVVVDDGDGDEEKECWLLELPAESLLHILQYLQHRNDLLAAANASAV
LGSIVREYCLLERRQSVICFHSKRTHEEDVLGVGISLEHFPGQARIKAINTSLDVLSLRAFTQDRVRLSVWKEPFRLFLP
LVIGPDHFGRAREHILDTLSRIENEGGGFTGRLPQWTRDPTDQARMLLAVLPKLMNSCSPRRALEGYCSFHHMLLTFARE
NPEVERMANEAVDKFLASPAFRSKAHTPDLGEWLVNLTLSTAGWEGVAEQFLGELFVRNVRWILQDAPHLAHIHTGRGGG
QSALMIDDSFTCTLVSRRLVMFQVYFLKNIGRPNNQSWRDSLTTYHRTMGRPTHSMKAHLHAASKAIMAVASWDEYFDRI
WMPRMSGPQLTARLGSAIAESAARNYHRTPRSFGVPSALRTSSSTDTPRFLHQQAASDVSPGSSSTASSSSSPAGDRPLL
AHRPGRRARDERDDDRHRPAKRHRRSDSRDRSRSRSRGRDRYHRDHRQGRHDPSYGLDRELGSRRRDDRSRERRRHH   
>Acas_g4494                                                                     
MYISPSFSLITPSQTHAIATQPLEPPGIIFRTKTYNPNIAENGTIHFPALHPDNWAKAPLYMAEVLNGIFAFFLPDTRAE
KPLPNATGDLCEKDTVAKAREWTTENIPAECSPLPAQVMASLGKRKADEIGGDSVVAPRQLVKARIAVAAPTVPVGLKGL
RNSGNSCYYNSVIQCLVRLPVMREFAQASQPDDSRPFTLALRKLITSMWDATCTEVASEDLRVCIVAKYLLGSHQHQDAQ
EMLWCLFNSLQDEEDQRLQSKQPNFARINFYSMFWSTASTTDDPTFPISVAIPPREISPITLLACLNNHSALESIEYTCS
GPSKKRDDHVQFPPTLPSALGKGVPYELCGVVEHTGTIDQGHYVAYVRAEDQRWYKLDDAKPPREVSFDGVVARSNAYLL
FYVRAGGPDLAAQPATLQPKVPFEAPVVRAATVTPGTMIRTTTATTMAPPPAPTSLGLSSPAERSARLAMAWPLQREEKI
LCRKLNGVKPAGGYDWQESELRCVIHNRRVAEGSHRYVVLIDVLGAASKAAPHVLKVTKPFITSRLPKEISLIALLEAEI
SHKPIRFNPVHVVQLQREPPQVGLLEPFLEGAYVKHNDNAGGVYMPVEGRERETPQAFSHFTFVATKGRGLVCDIQGVGD
LFTDPQIHTDPRDEFPVPGNRGLEGMRDFFMTHRCNPLCFAFLKKLDAEARPLP                          
>Acas_g4741                                                                     
MDEESFKLAMQLMQEEIAANESAAKSEKEAAGGDAKTDETKKQNAHVHPIFPSAPAPPPPVPFGGGFRVKPDHSEVAVPP
SQEAIKRLIADLREVINTKDPTIHVHPDQEDITHISALIIGPEGTPYEGGFFHFEMHFPHDYPWRPPKVKLETTDGDTVR
FNPNLYANGKVCLSILGTWSGPSWTEIQTILSTLMSIQSLMNEKPYHNEPGHEVERNSRDVTDYNDCIEHETLRVAIIGM
MENPTTPDFKNVMEESFLQNYDKYISWIEKRREKDGRQMRDPFGESRGMFKYSSFVKPLEQLKATVEKRREEAQKQKELY
AQKAAEESDSSDSESDEEEEEDNMVTVATTTTTTSTTPSQPDQPIPALAAPTIEAAAMDIEVSAAAAPVGSAPVPTQSAQ



AAGLSAWLPQSSAGEVDPDYLLALQLQAQLDGDAELAQQLQNETHHHTPGGPPAPSYTAAATPYVPIKPPTMAELMAQGA
GGGHHAHPSQGTDGAQDPDYDPAIVCLICKQSPMSYIVLPSCEQPHIYCYSCAEKRYGFGRGGFRNRYSSGDKQALTCVL
CSAISHLDGPQGLKSLKRHRKRKREGVSDGWCAEHKEEMSLYCMDDNQLICLLCAGTSHANHAYEALETAQHKLLPQVKN
SLKELEGKWGKLEAFVKEVKEKEHNLAVDAERKRKKAKEEIDKLRKLLDEKEKEIDHAITSVHTQRQHSLDAKVTKAKAA
LDKIPAAITAVQSIIDEKSAMPFLRKYEDGEQDARDLCNVPVPTIGRNWFSMPGLRVDHLDHIIKQSLKYQDLGDAHGMP
YGVPHFGGGPVPYYAGEEQDNDDDEDEDERRPPVQWF                                           
>Acas_g5593                                                                     
MLKLKQLQQQKQAAQQAKAVEQEAAAAATNGGDAAATEPATNGETKSTSTTPHAAASLMAKYKASSGKKEEGVMSLSKAG
GRNKKRQNAVELRVQKDLAEMDPVPGTEVDLPEVDNIMKLKVKVTPTDGLYQGATFSFDLDIPHNYPYEPPKATCTTMVY
HPNIDLEGHVCLNILRADWMPVLSLGSVIFGLMTLFLEPNPDDPLNKEAAQLMIDRPRDFERNVKQALQGGYVAGKQFPR
LLK                                                                             
>Acas_g5962                                                                     
MEGYSPNNPSVKRILREMKEMEKDTSHEYSARALEDNIFEWHFTVRGPSGTPFEGGVYHGRILLPAEYPFKPPNIVWLTP
NGRFDVGTKICLTISAHHPEHWQPSWSIRTALVALIGFLPTPGEGALGALDYSADERRALARKSVHFCCPKCGPIANILP
PVSSSSSTSGNEEGEAPATPPVERRAEELGERQRQQQPEAQPWGGAPERAAEQQPQPHQVHGPPPQQEQQQQEQQDHEIE
GPAKLLNYIIIALFFAIVAVVMRKLTN                                                     
>Acas_g6058                                                                     
MERATPPACDDVQTARSYEPFYVSATLLTGRSYNVDLSPAAGPDCHGADTTVGQAKRAKRTDICSWLQDSVHLWRVGKDT
DWAELIIEPGGSYEGGAFLLRVAFPQTYPFHPFQLRLITPLYHPTVGPAGITAVIGYDPYPSTLLLNLLFWVVSWSPARS
VRTPIIGDFIKQIQSYSLSAETCEMLKGGFYRQVGDVLNELATNGEEGARAKARLWTWHFATDHGRAYMRSGRRCSGMTQ
LASLIALHIEVRSVILVAHRWQSKRQQQGEEAFEGNEEGLFGALPRELLHAILVCIGSDRRPPPPAALMWELVNEGDDGL
PEDWRSRLPELPPAQ                                                                 
>Acas_g6071                                                                     
MLNRTVLKEFQESNLKSFSDGQININFPDENDLTKVDVVLTPTGGLYNGGTFLFAVNLPTNYPEAVASISCRTKIFHPNI
DFSGYICFNLLNDEWNPDVRLIDYAHALLWLLYQPNLGSRLNGAVPSDESEYAELVHKSLQGKTVAGVAFPPMIPAEPEP
VEEYPQHSVAQLVAMFNAPHPPPPPPLGFRMRIPTTTTAAATVPVTRPTQPIAPVVVIDTTAPAAPAPPTAEQLRAQAPR
QAADTREADTREADAEAEAEEEEEVVPEPRAGRQVRALRRSSERVAELSRTAAASPRRQRHAGPNQEKQSRNQPSSTKPQ
QRRRGNNNSRSSTKKTQTKRRASANA                                                      
>Acas_g6187                                                                     
MRAIFYTGERGRFELDIAVPKNYPLRPPKIYFITKIFHPNIHFKTGEICLDLLKNAWSAVYTLQSVCRSIIALLSHPEPD
SPLNCDCGKHAPVGDVRGYNSLARMYTKLYAHALPPSLTGE                                       
>Acas_g7649                                                                     
MSNTALLKRLQRELQLLETNIQPGIIGASDTPYENGVFKLEITVPERYPFQPPNVRFMTPIYHPNIDDSGRICLDTLVQP
PKGAWTPSLNISTVLSTIQVLMSHPNPTDPLMADINEVFVNNHARFVETAKQWTQRYANESENAALAARTRKRGEVGTSS
DDAGKPEKPDATEPPSKRRRNANDEDEAEQKRKDEGEEDEEEDSEEEEEEEEDEDDEEESENED                
>Acas_g8068                                                                     
MSGIARGRLSEERKAWRKDHPPGFFARPEQNPDGSANLMKWTCGIPGRKGTDWENGIFPLTMAFTDDYPSKPPKCQFPSG
FFHPNIYPSGTVCLSILNEDEDWKPSITVKQILLGVQELLDSPNPNSPAQQDAYALFVTNRTEYKRRVKLQSAKYTQ   
>Acas_g8358                                                                     
MSTARLPPRIVKETQRLISQPAPGISAYPHQDNLRYFDVIIAGPSQSPYEGGIFKLELFLTEDYPMSPPKVRFLTRIYHP
NIDRLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDIAQHWKTNEKGAIDTAREWTRRHAMSD       
>Acas_g8521                                                                     
MSSTAYKRLMLEYRELTVNPPEGITVGPLDEDNFFEWEALVMGPPGTEYEGGVFTARLKFPPDYPLNPPKMRFISDMWHP
NQLLYKNGEVCISILHAGDDPTHYEKAEERWSPVQSVEKILISVMSMLAEPNDESPANIDAAKMWRHSREAFKSRVAETV
RKSLGL                                                                          
>Acas_g8535                                                                     
MEASSTPDKSLERLLNEGKRYADKAKCRQTSGFEADCVEGDPYHWHVKIYDFFGDSTVAKDLAHLKEQQGVDHVLVSFRF
TTEYPLKPPTVRVLYPRFAPRSTGGVVSTGGTVQLALFTYQEWSPINTMSSIVTHLKNKLVEANARIYVTNPLPYTDEEV
ASATTGFYTTYVCNTPAFIGRPELNYGGKILLPASALQEIVSKDVAGKQFLSDSPLVFELSNPANGKKTYAGVMEFLAEE
GHANAPFWLMQHLELTEGDDVNVRLVTLPKGTFVKFKAHDSHFFVRYPDPKPIFETVLRNFAALSQGDHIDITFDAITYH
FEVLETQPHTAIDINNVDIEVEFQRTLTEEEQLREIARIKREREAAETGGADGEGVKDKGKEKEQLGRRLDEETEDAAPQ
ADTTLCKNCQRRVPTAAFTMHSAFCERNNVCCMKCGRAVKVSEKEKHDQEFHAQVECGECGATVELTELGAHLENYCPQR
SVPCHYCGLMTKATQLDEHQEYCGTRTEECEKCRRCIMYKDLPQHIGTDCGYPPAPQPVRPGNALLSYLGLGGWGK    
>Acas_g8587                                                                     
MDEEQCPICFRAFAIELLPSHVEACLSGGGGGGSRGGSRHASPAHTSGTYDADLELARRLQEEEEGGRGHGSGSHPASPA
QPATSSTTSSAFDADLEFARRLQQEEEERNRPRGVKCELCSELTPVEELFILDECSHKYCKTCLRKYVVKQVCQSVTTTC
PLKDCGAALSVRDMKELLPNTSNFTPSGSSQQATQRLLSELKQIMKTDPEKQGYSVKPIKDNLYHWEVRFFDFDKEEPLA
ADLKKTKEKAILLHVTFPQTYPFDPPFIRVIKPRFAFRTGHVTIGGSICTEMLTRSGWTPANTVESALVSIRANLLLGGA
RLDLSNKSDYSEREAKEAFERMRQQHGW                                                    
>Acas_g8932                                                                     
MATRTSGSAIYSTTGALLAASPREAAKRREERGKLRDHARHLAQCRIEEEQHKRKWWDEQIKERDWTMQLMMALLDPTLS
CAQKNDQIQKLREQFIEQHKRKWWDEQIKERDWTMQLMMALLDPTLSCAQKNDQIQKLREQFIVAVRQGVSKIFNSKKSH



SAFKFNGYAVGPGEDVYATGGIRFQQVSSSAQASRFFRVRQEVLDCKINGVLIPLSDEDKLTGRILQLAKALNLRCDFKK
LVTVNDSNVILRAQPWLLKGYKAPAKDMFVLDNLQQLFPDDVRPELLTIHPRPFSTPLLCSQAKDPIGRRKYLRTVRALL
RTKVVDLALALDSACRGKDGDETFALAPDTIADHLHRAGLNLRYLGQVYARLGEELARREVMREMVQRAIKVIVRGHITN
GVDAAAKEILNAIFSRLGDRMWRSDGVIQRKIEDKFFLAWPGARFMSHEDEAGEALRLTRTSSSMIDESDDDSESEGMSV
ESETGRMMSTTTTSSTSSSSHELFVNPSNAAASTTLVPSAWPVLSPVDATLWQTLHSRQKRKLGENGGEQTLQCGGGGDA
ATPSDSGKRKAKRRRFELAALEEALNQVEEERSDVDKNRSVKGKEKADQSAAPEDDQNDDDGDAVGDQERFNLTYSRAKV
FGQIFVNGQSHTMKAVTASDWASHFARTGTPFSNEEITLKPVVSRCTTYAIPAEATHSALNLGCALNNSDYSDVQFVFPD
EGVTCYGHKVILASRSEYFARLFSCGLKESREEKPVVEIKELSSHTFLAMLKYVYINDVDFADRSVDLVELLLAAERFQL
GGLKKLCEERLASSFSLPTAIRLLTAFNISEDLRNQCISFVLAHWGELEKTDEFRDLMLYYPDLLQEIYGSLAIEEADSF
EPQDVNAIQDNLNPLMWTAKVRSLMGEEIDEGLSAFTLLFNDDYPNDPPLVRFKCNRSHPNVFSDGFLHHGVLSLGWNCT
KTVKDILQKVVRVIRQPMAEYPANLHCPQPVGTSTVSSQPVDSAGHQQQEQEEEESSMQEALEL                
>Acas_g9316                                                                     
MGYELKQVRPGVWELVVVEDKPKEVSLSPLPGPPKEALRVARDAALKRLMRDWRELQRCPLPTVAAVPLENNFFEWHGNM
LATSESSFCGLVYHIIMRFPDTYPLQPPTVELKGYISHPNVFGSYICLDMLENGWWGMESVREQRYTGWSTASRNTYPLQ
PPTVELKGYISHPNVFGSYICLDMLENGWWGMESVREERYTGWSTAYSVTSILIQLQNFISGRSRNVKGERERAEKSMKC
LVCRCGHVADGNTYPPIAPEVIEQEMKQRERGKAAKATTVSPPPPKSAAKPTAASIADVNFSEILGVEAPPPRPGSGSRA
TEAIIGWREANIQSSFRSLAVDLFTAERGYTVYEVTFDDRRSRNPFLDWGEVYPEHDLHNIKDGHLAKLGVSNAKRSVEE
ILAQKNPYQFPARADTIDFCLRPGGRAVHRMSARYNLTHARSVANTAWKLVAVDESNGRNLLVLNVISNGFNAHFISSAQ
FYLYTTASDNGTSTPSAAPVPAVDTKKEVTGAANGSGVSGKQQQTGRTPSAKSVSASEQVVLREVKEERPVKKYVPTSTP
LIVSANFGPLRPKTSAAPAPAPAPATAVAVKSAASKSKGKSKKVQAESDEKAQEMAADQLPKAVRSLTFYDLPPEMQLHV
FSYLSKDDLFTAFKVNAEFADLALDSPQWGKDELVCFHSKRTDEEDTLGFPINFTLYPPPIPSATSPAPVRPYRNIESIS
STLDLLSYESYKVESVRRGVWKEHFTHWLPVYIGRQHGKKALPLCEQLISVIMTGDPNLFQPIMAVEVFTKLMNTMIVSL
MSGATHASEKAMEGYFSFHHWLLVFIERYPQLLDWINNRIRGFITDPEKRIKKAVPSLGEFIPLLAVTDAYQWQDVAEPL
ILEVFDRNVKWVLQKYPALGNMQSGGQLDVDKYRLLKTFEASQVSMRLILFHAYFLNTIAKPKGRTVSLVRRVLDACYGR
PSPRMKVLLQKRTKELQKVDNWVDFFVRIDMPLPSPERLTRWLRQSVWNSSRKRYHNRHAYTGSVRNPRRARSHQWEEEE
EDEYYYDRYE                                                                      
>Acas_g9542                                                                     
MEENRVVKKSKEAKAKKKKEKEEEGEEKKQVEDGEEVEEEEDGETSTFSDEDDDDEGGNDGTSKDTGIVPEAYTKAATER
LLKELKELRQPNVTKDGYSVAPVEDNIYKWHVKLFGWDDDAQIKQDLTLYESLTQRDHVLLEVIFPRHEYPNMPPFIRVV
YPRFHQYTGHITIGGSICVKDLTRSGWSAEFQLQPFFVMIRNLLLEGGALVDMDNYATDYSEQEAREAFDRVARAHGWEP
>Acas_g9555                                                                     
MSITGGVYHGKLRFPPEYPMKPPSIMMLTPNGRFKPNTRLCLSMSDFHPETWNPLWSVGSILTGLLSFMKRQYARESMEA
NKRDPMFCKIFPDLIKEYEARQQAAASEPVSTATSTSTSTATGEGGQPTGGAVQQQQGPKKPTKNQRRKAKKKAQQQDPA
KQAEAEAEAEAEAEEGV                                                               
>Acas_g9557                                                                     
MSKKQYVVRLQKELQQLLKEPVPHVKAFPNPANILEWHYVITGPDDTPYRGGVYHGKLRFPPEYPMKPPSIMMLTPNGRF
KPNTRLCLSMSDFHPETLESAVERGQHTYWPALIYGPFWLPLCGLEDKITSGSIETTDLQKRQYARESMEANKRDPMFCK
IFPDLIKEYETKQQAAASEPVSTATSTSTSTATGEGGQPAGDAVQQQQGGLPLLDLFVGAVLVAFAVLVYLYIQ      
>Acas_g9775                                                                     
MSTPSRRRLMRDFKRLQDDSPSGITAAPSDNNIMQWQAVIFGPDDTPWEGGTFRLKLEFSEEYPNKPPKVSFVSAMFHPN
VYNDGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANAEAARLFAENKREYNRRVKDVVERSWEDVGA      
>Acas_g10088                                                                    
MSAASLDEIMSTTRAGSKAKPVSNSAKRIQKELAEISLDPPCNCSAGPKGDNIYEWVSTIMGPATSPYEGGVFFLDITFP
QDYPFKPPKVVFRTRIYHCNINSSGAICLDILKDNWSPALTISKVLLSVCSLLTDPNPNDPLVSSIAQQYMHDRETHDRV
AVEWTRRYAT                                                                      
>Acas_g10415                                                                    
MATQPCLNKVILKEFKDTCYRSFAQDQITITFPDEEDLTKVEVILTPNEGVYRDARIVFSIDLTTEYPTRAPIIRCKTPV
LHPNIEGDEICLNILDDEWSECLRLVDYAHALLWLLYNPNLDSRLNCDCPEEEDSFVVLARRALCGEHVGGRYYECLLIV
PEAPPPPPAPTRLGASPADLFGLEHANDTTNEQMVEAPTLTPIAV                                   
>Acas_g10546                                                                    
MENISPSTIRKVAGEMRKLMETPIDGVKIIPNESDITDIQAIIEGPVDTPYQGGAFRVKLKLGAEFPAAPPKGFFLTKIF
HPNVAKNGEICTIKCLLIDPNPESALNEEAGKLLLEAYDEYAKHARLWTTIHAQKEVASLKTAAKDVSSTSTTTTMPVGS
ANRAAGAAKPAAAKKATGTAASAKKKTEGEQKKKSIKRL                                         
>Acas_g10875                                                                    
MAGASAKRLAKELKEMEKGPLPWASAGPVGDNLYKWKAIIEGPEKTPYEKGSFSLELEMPPEYPFKAPKVKFLTKIYHPN
VKSDGQLCNEVLNDGWSPQLKIPEVLMTIRQVLVEPNPDNPLEPEIAQQFKENRTAFNKTAKEWTKKYAK          
>Acas_g10907                                                                    
MWRPQRSEVRAKAGNKSQTSAVKRLLQDLKHMREHVVPTVGVVALPLEKDLFTWHCNIRGPKGTLYEGGVFHLVLHFPES
YPYDPPKVTVCTTLQHPNVFNGSICLDMLQPGDEQEKYIGWSSAYSVQSVLIQLQAFLFEESPTIRAEDCRKAVEAANNF
TCTSCKHRPLRSWPVFPSYETDAFVLNKAETEIIKDELVCFHSKRTFQEDCLGFGISYHKNIKTGDIQDISSPLDLLGVR
AFMRENIRKSSINEPFTHWLPVYLNDEHGKKAFHLAQRSISMLCASNTREFKPRMALSVFPKLMNTMILHIMKGQIHASV
KALEGYCAFHQMFLKFLETYPELHQECRDLVHGFLKSEEARHKTKVESLGEFMCYLTVTPEVQWKDIASLLINEQSDRQV



MWIIKDYPHLGTDQEDAAVDKVRANVSFDASIMGIRHILFHYYFMEHVARPLGGTIAEMSANYERSFGRPTNKMVENMQQ
AFREIKKVKTHNDYFSRIGLPVVSEEQLVAWLRKSVTNSKRRDYHGVEGPKVPSAKELAEESIKSVVPLETLCVKDEKGE
LKLHDNEEQWKELCNSRWGFNSLPAHYTAGWRTFYLQNNLQDLVSSLNEYPDFKHFYQTLDLSSEGLTLLELTLFAPKQL
KSGYYWLTALLTRLPKLQSLKISRGPDGGLGLKGVRCLVKGLKNNKSSITSLDLSYSGITSECCELLAEGILASTHLQRL
SLEGNAIRQTGAKELSRVLWDHECLTELNLSNCDVNDGGAKELADGLLANKRLVKLDLSRNGLGYSGLRAVLYNLAFSPS
INVWVTPLPARVKKESVRKLFYDAHCGVVLNVAIQDHRTKTSPSKAQYAFVEFAHINSVTLALDLSASGRAKVDGQKVRI
YRVGTQNKTAQSEAAGKPTAGRREEPQRSRPAVRGGRGGGRGGGRGGRDFQRDTPRRPFVFPSERAGKTPTYSRPAPAPK
PAPVPFREARPRPLSSSSSSSASTSGGGGGRSRETQGAATRRQLANNKESLWYREEMRRASSITDPVDKMLFKLRLQEVV
EETPSGALPSLSVYETFFAPPPPLETEFRPSPPANWDVSPEAQWEAAPEEWTSSEW                        
>Acas_g11120                                                                    
MLKLRKMQQEKEAAAAAAAAAKSEAAAPAEGTTTTGETSTSGSAPGGYVLKKTNSKELLSVRKSKSKENVMSLRTNTNRK
KEKTKAVELRVHKDVAEIDNIPGCEVDFPDPNNLMVFFVNVTPSDGLYTGATFKFQVTIPPSYPYDPPKVECQTLVYHPN
IDWEGHVCLNILRADWMPVLNLGSVLFGLVTLFLEPNPDDPLNKEAAQLMIDRPSEFESNVKRTIQGGYFMSRQFPKLK 
>Acas_g11162                                                                    
METVVVKTLTGKTLNIEVDCATTTVRELKELVQDREGIPPDRQRMITAGRAMSEDDWPLAAYGLRHWSTVHLVLRLRGAP
ASLFLDPPHASAVPWPSKEEMDRFMKCEWAELVARGGEEGIHALRPPSETDCSFLAFIEGPAGSLYEGGEFVVRVGLASA
PLVRVLTPLFHPAVATNGQIALLDGTGKGFVPWRGAGLPLLRALRAQLLVTDIGPEREAALARDPLVRLTQCNDWGPEMP
QRRLRAERRARVTTALCAMTDHDRRTTSAWLAHFIPHSPQLCGEVKALLLVTAKHEQTGEPLHPEAGPVGCLPAELVRMV
VHHLALAHVAQERTQLVGRHHQGAAPESEWLPTKWRWGHQVGAKVCMVTTT                             
>Acas_g11172                                                                    
MEDDLRITTHPQPRRLRLTVKPLLGGTPVVLAPVHPGDTVGHTKARVRLALPHLPERQQRFICGGRHLGPDQDHLTLAQC
GIVPAAAASSSGSRDQSGSVDSTTTTTDTEEWEDLEVKLLVMAIHACVWDQAMTTPAKLAAGSIAARRAKADVARRLNGG
GADVGVRWFDIGPDPTKAQGDLPSVFHVTLLVFEGTPYQGGKFVVEVEMPENYPFDPPRLRMRTPIYHPTVKANGAITVL
SLTPPPPLPEATEATAESGAGEGWKAEVEESRQYWSPQRSFLDVVELVHRQLRLARPWSPLFGVVCGYQPEEWSGRALLE
RRRLAGQTRTDPPRPGLDGVALFRRLGVLRRAEPAEPLPPVMTEEEAEQARRRLVEAKARALTRFHATDGRYVWHERDHP
WLPPALRRDAMVLLMLVRRQSEGLRLPEELVRLIVQELARLHHEASKHVV                              
>Acas_g11475                                                                    
MSDAAAAKLLQQQFKKLMTDPVEGFAPEIPDDSNLYNWRIYLEGPKDTMYEGGVFQLNMAFPRDYPMAPPELRFISDFWH
PNVFADGKVCISILHPPGEDEMSGERPEERWLPTQSVATIMLSVVSMLNDPNFSSPANVDASVQWRKDMPGYKRKIKEII
AKANAEFDGHIKIPHPDTNEDERAKAIERIKELNKPMDLYDEFDDYGDDAEEDFEDDFEDGDDDDFEDGDEEDDDEGSD 
>Acas_g11580                                                                    
MEGWDVEVRLRVVKEIKLLLGAIPPPANREISTAGLHLWEAHAATMAHFVFLVEAPDEAGPYRGGTFAVRMSLPDEYPFQ
RPHMQVITPIHHPLIAPDGRLALHHFLSGEASSDWEPRILMVDLLQMFRQQLLVTDYDHVRETCDLVEPLAEAVDRWTAD
GAGQARKAAAMTALFAMTDTERAKRWPNWADAFASLHPQYGREVRTLVVLASRNSHELQCSTCTATTTLSDLPLELVAMI
ADRLLLLHMADLARSLALPSFFGLPPDWRTRVITTPP                                           
>Acas_g12199                                                                    
MNRSGPTAAVLRLLSDLKGCQDEGFNAGPVNEDNLFVWNATLFGPYETAWEGGVFQLKLVFSEEYPQKPPKVKFMQTVYH
PNVFGDGSLCLDIIQDKWTPVYSVASLLTSITSLFTDPNPDSPANPEAARLFVSDKKEYNKRVRACVERTLEE       
>Acas_g12827                                                                    
MAKAGIKIPRNFKLLEELEKGEKGVGDGAVSYGLADPDDSMLSSWAGTIIGPPNSVHEGRIYTVHINCGNEYPQRPPLVK
FVSRVNMACVNQSNGTVDPRGFAILAQWKEEYSIETILVGLRNEMTSAQNRKLSQPPEGTNF                  
>Acas_g14335                                                                    
MQKDTRTTAHGRIQKDLREVNDKLNPDSPPIFALPVGDSLDHVDALIMGPPETPYSFGFFRFDMQFPSTYPNTPPKVLIT
TTNGGRTRFNPNLILGTWSGESEDEWRSSYSINYVLSAIQSLIMTAKPYHNEPGYEEGGEHDNPEEINAYSDKITHEVMR
IAVCGMVEDAILGRNEPWNELIKHQFLLWFDNYLSTAERELARGLEGQEFRPMPFEFDGNTAAGKYNYTNIIARLKDLKS
RIDRETEEWKEKGK                                                                  
>Acas_g14897                                                                    
MRGLFFPLAPAPNPAKDEVERVERAERAERARRTDICSWLQDRVHLWRVGKDTDWAELIIEPGGSYEGGAFLLRVAFPQV
YPFRSFRLRLITPLYHPTVGPAGIMAVIGYDPVASWSPAQSVRTPIIGDFIQQLQSYSLGAVTCEVIKREIVQMGDVLNE
LDTIGEEGARAKARLWTWHFATGHGRAYMRSGRRCSGMTQLASLIAVDPQVTRHHYSALLSASSCNTVG           
>Acas_g15146                                                                    
MEERDDAQATPAVEGPGNDSTTHTTNPSSSTPTAYSAGAAEKGQLKIDTFVEEKYAPYLREYTVLIEYKQLPQHVPSGVF
VLPSLQSLFEWHGVMFIRQGLYKKGVFKFVLSIPEAYPDAAPTLRFVTPVFHPLVSAQGEVDLTRAFPRWVAYRDQIWCV
LAHVKKLFYHIQADNPLNADAAA                                                         
>Acas_g15253                                                                    
MQHFLATNPRTGEKVGALERICWELDQFDKDQPHGINIAPWAAGRYRVQVTIQGPQGSPYEGGIFKLDWSYSPHHPTRPP
IVRFLTRIYHPSVDDEGKLGLRVLGPGLWRKE                                                
>Acas_g15262                                                                    
LELQLRSGTVNLKTLTITTRDMTIGELKDTISARDHIERGAIELHDYGRAGSWEDDKKIRMVTPFFHPQVSHDGLLCLSR
AHRERVWQLSDVPIVLEELFARRPNSWDFDEWVNQSACCQCQTDPSEFTLRTLHPANHTPDPTSAEGIELPKSRLINHLS
RLVNDLDALPDVEFVLNNGEDKVYAHKSILVGRSPVFRFVLSP                                     
>Acas_g17232                                                                    



GLFHFVLSFPHNYPNKPPSARVLSPIPHPHVHGDLVCLDLLSDYASYFLSVDSGEKVLGTGWSSAY              
>Atha_AT2G36060                                                                 
MTLGSGSSVVVPRNFRLLEELERGEKGIGDGTVSYGMDDGDDIYMRSWTGTIIGPHNVTVHEGRIYQLKLFCDKDYPEKP
PTVRFHSRINMTCVNHDTGVVDSKKFGVLANWQRQYTMEDILTQLKKEMAASHNRKLVQPPEGTFF*             
>Atha_AT2G16740                                                                 
MATRRILKELKELQRDPPVSCSAGPTGEDMFHWQATIMGPNESPYSGGVFLVNIHFPPDYPFKPPKVVFRTKVFHPNINS
NGNICLDILKDQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHIYKTDKTKYEAMARSWTQKYALF*           
>Atha_AT2G33770                                                                 
MEMSLTDSDWDSSSDSGSSEHEEVEFSYGGRAQNIFSNLEETIGKIDEFLSFERGFMYGDIVRSATEPSGQSGRVINIDM
FVNLESTHGKIMKEVDTKRLQKLRSISLSDYVINGPWVGRVDKIVERVSVTLDDGTNYEVLVDGQDKLVAIPPNLLEDSQ
YSYYPGQRVQVKLAHAPRSTTWLCGTWRGTQVMGTVCTVEAGLVYVDWVASIVMEGDRNLTAPQALQNPESLTLLPCVSH
ASWQLGDWCILPGSSHCDIAERQTPNVAAYNLNECHKTFQKGFNRNMQNSGLDELFVITKTKMKVAVMWQDGSCSLGVDS
QQLLPVGAVNAHDFWPEQFVVEKETCNSKKWGVVKAVNAKEQTVKVQWTIQVEKEATGCVDEVMEEIVSAYELLEHPDFG
FCFSDVVVKLLPEGKFDPNADTIVATEAKHLLTESDYSGAYFLSSIGVVTGFKNGSVKVKWANGSTSKVAPCEIWKMERS
EYSNSSTVSSEGSVQDLSQKISQSDEASSNHQETGLVKLYSVGESCNENIPECSSFFLPKAAIGFITNLASSLFGYQGST
SVISSHSRCNDSEDQSDSEVLVQETAESYDNSETNSGEVDMTTTMVNIPIEGKGINKTLDSTLLENSRNQVRFRQFDMVN
DCSDHHFLSSDKGLAQSQVTKSWVKKVQQEWSNLEANLPNTIYVRVCEERMDLLRAALVGAPGTPYHDGLFFFDIMLPPQ
YPHEPPMVHYHSGGMRLNPNLYESGRVCLSLLNTWSGSGTEVWNAGSSSILQLLLSFQALVLNEKPYFNEAGYDKQLGRA
EGEKNSVSYNENAFLITCKSMISMLRKPPKHFEMLVKDHFTHRAQHVLAACKAYMEGVPVGSSANLQGNSTTNSTGFKIM
LSKLYPKLLEAFSEIGVDCVQEIGPES*                                                    
>Atha_AT2G32790                                                                 
MMCFQNFKVRKFFTSRNSGKVSPDTVSKSAENRLWKEFQEKDDVLKIHVRSWLPSPENIFRWEATVNGPVGCPYEKGVFT
VSVHIPPKYPYEPPKITFKTKIFHPNISEIGEIFVDILGSRWSSALTINLVLLSICSILSNPVEPLLVSNHAARLYQKDR
KAYEKVAREWTLKYAKG*                                                              
>Atha_AT2G02760                                                                 
MSTPARKRLMRDFKRLQQDPPAGISGAPQDNNIMLWNAVIFGPDDTPWDGGTFKLSLQFSEDYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMFSESKREYNRRVREVVEQSWTAD*       
>Atha_AT2G16920                                                                 
MEHEQDDPGTSTNVGVDSSVDDSMASLSICDSEHPNIYRQDIVKNKKTGSVGVVSEVAGDSDSDSDISDEEEDDDDDEDN
DDDDEDVEEGKKASEENVVNGDGEKKADGNYKCGALEGDQIRVLWMDNTEPVQDINDVTVIDRGFLHGDYVASASEPTGQ
VGVVVDVNISVDLLAPDGSIHKDISTKNLKRVRDFAVGDYVVHGPWLGRIDDVLDNVTVLFDDGSMCKVLRVEPLRLKPI
PKNNLEEDANFPYYPGQRVKASSSSVFKNSRWLSGLWKPNRLEGTVTKVTAGSIFVYWIASAGFGPDSSVSPPEEQNPSN
LTLLSCFTHANWQVGDWCLLPSLNQSATIPLHKHVSKLRLYDSQADRQQKIGRDLEDVQDEVSGKVEPAGITAEALPKVT
SDDPPQRNPSVSKEPVHEPWPLHRKKIRKLVIRKDKKVKKKEESFEQALLVVNSRTRVDVSWQDGTIECRREAITLIPIE
TPGDHEFVSEQYVVEKTSDDGDNTTEPRRAGVVKNVNAKDRTASVRWLNPLRRAEEPREFEKEEIVSVYELEGHPDYDYC
YGDVVVRLSPIAVALPASSPGNSFEEATQQDNGYQDSESHQEAKILVDKEENEPSTDLSKLSWVGNITGLKDGDIEVTWA
DGTISTVGPHAVYVVGRDDDDESVAGESETSDAASWETLNDDDRGAPEIPEEDLGRSSSIEGNSDADIYAENDSGRNGAL
ALPLAAIEFVTRLASGIFSRARKSVDSSSSDYTVENVYKQAESTNPSDETDSLDDPSPSKVNVTDNCESKGTQANAKNIL
SGETSTFLEDEDKPVPSEGDSCSFRRFDISQDPLDHHFLGVDGQKTKERQWFKKVDQDWKILQNNLPDGIFVRAYEDRMD
LLRAVIVGAFGTPYQDGLFFFDFHLPSDYPSVPPSAYYHSGGWRLNPNLYEEGKVCLSLLNTWTGRGNEVWDPKSSSILQ
VLVSLQGLVLNSKPYFNEAGYDKQVGTAEGEKNSLGYNENTFLLNCKTMMYLMRKPPKDFEELIKDHFRKRGYYILKACD
AYMKGYLIGSLTKDASVIDERSSANSTSVGFKLMLAKIAPKLFSALSEVGADCNEFQHLQQQ*                 
>Atha_AT2G46030                                                                 
MASPSKRREMDMMKLMMSDYKVDTVNDDLQMFYVTFHGPTDSLYQGGVWKIKVELPEAYPYKSPSVGFVNKIYHPNVDES
SGAVCLDVINQTWSPMFDLINVFESFLPQLLLYPNPSDPFNGEAASLLMRDRAAYELKVKEYCEKYAKPEEILSDDDDDD
SMSEDGSDSDDDDDDEIVGKADP*                                                        
>Atha_AT2G18600                                                                 
MIGLFKVKEKQREESQSNNGRGASTVKKQSAGELRLHKDISELNLPKSCKISFPNGKNDLMNFEVTIKPDEGYYLSGNFV
FSFQVSNMYPHEAPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNINTVIYGLFHLFTEPNYEDPLNHEAAAVLRDNP
KTFEYNVRRAMMGGQVGQTSFPRCM*                                                      
>Atha_AT4G27960                                                                 
MFFFFLIHLTIGLVFDCRVFNWNLDRGILEMASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPSDSPYSGGVF
LVTIHFPPDYPFKPPKVAFRTKVFHPNINSNGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTD
KNKYESTARTWTQKYAMG*                                                             
>Atha_AT4G36800                                                                 
MIGLFKVKEKQREQAQNATRGGASVKKQSAGELRLHKDISELNLPSSCSISFPNGKDDLMNFEVSIKPDDGYYHNGTFVF
TFQVSPVYPHEAPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNINTVIYGLFHLFTEPNSEDPLNHDAAAVLRDNPK
LFETNVRRAMTGGYVGQTFFPRCI*                                                       
>Atha_AT4G36410                                                                 
MTSSSESTRKGLTKIATNRLQKEFMEWQTNPPSGFKHRVSDNLQRWIIEVHGVPGTLYANETYQLQVEFPEHYPMEAPQV
IFQHPAPLHPHIYSNGHICLDVLYDSWSPAMRLSSICLSILSMLSSSSVKQKPKDNDHYLKNCKHGRSPKETRWRFHDDK
V*                                                                              



>Atha_AT1G36340                                                                 
MFKKMDKKAAQRIAMEYRAMISKESLFSIGQNSNNIYEWTAVIRGPDGTPYEGGMFNLSIKFPTDYPFKPPKFTFKTPIY
HPNINDEGSICMNILKDKWTPALMVEKVLLSILLLLEKPNPDDPLVPEIGQLFKNNRFQFDQRAREFTARHANN*     
>Atha_AT1G45050                                                                 
MTSSSAPSRKALSKIACNRLQKELSEWQLNPPTGFRHKVTDNLQKWTIDVTGAPGTLYANETYQLQVEFPEHYPMEAPQV
VFVSPAPSHPHIYSNGHICLDILYDSWSPAMTVNSVCISILSMLSSSPAKQRPADNDRYVKNCKNGRSPKETRWWFHDDK
V*                                                                              
>Atha_AT1G23260                                                                 
MSSEEAKVVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDIYMQSWTGTILGPPNTAYEGKIFQLKLFCGKEYPESPPT
VRFQTRINMACVNPETGVVEPSLFPMLTNWRREYTMEDILVKLKKEMMTSHNRKLAQPPEGNEEARADPKGPAKCCVM* 
>Atha_AT1G53025                                                                 
MEPDVVEIPPPPLIASGSRTRKPRKAVPEVIDVESYEFRNVGVVKDNNVVDKKNKGKAIQVDSFSFNNVQSHHHGSSLLN
LETFQDYYGHKNIPFSEFANQPIDVDDYSMYQDVLDPKDVPAGAEVTVPWGLNSSSKGTAKSSISIMRSQSMKGYGTVSL
ATTNVPQLWDYTLPQQNQAIYSSVSFSAVQPQTPDVVMVTNPTPNPFSYDASASSSHPIAAEPISSVQDSSNARKLKEEF
LRDFKRFDTVEDFSDHHYASKGKSSKQHSKNWVKKVQADWKILENDLPEAISVRACESRMDLLRAVIIGAEGTPYHDGLF
FFDIQFPDTYPSVPPNVHYHSGGLRINPNLYNCGKVCLSLLGTWAGSAREKWLPNESTMLQLLVSIQALILNEKPYFNEP
GYVQSAGTASGESKSKVYSENVFLLSLKTMVYSIRRPPQHFEEYVQNHYFVRSHDIVKACNAYKAGAPLGSMVKGGVQDL
EEARQSGSKKFKTDVASFMQTVVDEFVKLGVKELAEKPEPPMSNANTENQSKKKTRKRSRSSR*                
>Atha_AT1G16890                                                                 
MANSNLPRRIIKETQRLLSEPGNFITSFDPSPGISASPSEENMRYFNVMILGPTQSPYEGGVFKLELFLPEEYPMAAPKV
RFLTKIYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLSENIAKHWKSNEAEAVETAKEWTRLYAS
GA*                                                                             
>Atha_AT1G53023                                                                 
MVEIKDSSNVRKLKEEFLRDFKRFDTVEDFSDHHYAAEGSPAKLSLWHLKFKGRPKNWVKDIQKEWKILDKNLPETIFVR
ACESRIDLLRAVIIGAEGTPYHDGLFFFDIQFPDTYPSVPPKVHYHSGGLRINPNLYKCGKVCLSLISTWTGKKREKWLP
KESTMLQLLVSIQALILNEKPYYNEPGYEKSMGTPLGESYSKDYSENVFVFSLKTMHFEEFVRSHFFVRSHDIVKACNAY
KDGAPVGSIDKGGVKKQTRQRGSLKFRINVTSFMKTVVDEFVNLGAIREANHRGEPNPTLFSCFFFCYLELIICSV*   
>Atha_AT1G75440                                                                 
MSSSGAPSRKTLSKIATNRLQKELVEWQMNPPTGFKHKVTDNLQRWIIEVIGAPGTLYANDTYQLQVDFPEHYPMESPQV
IFLHPAPLHPHIYSNGHICLDILYDSWSPAMTVSSICISILSMLSSSTEKQRPTDNDRYVKNCKNGRSPKETRWWFHDDK
V*                                                                              
>Atha_AT1G63800                                                                 
MSSPSKRREMDLMKLMMSDYKVEMINDGMQEFFVEFSGPKDSIYEGGVWKIRVELPDAYPYKSPSVGFITKIYHPNVDEM
SGSVCLDVINQTWSPMFDLVNVFETFLPQLLLYPNPSDPLNGEAAALMMRDRPTYEQRVKEYCEKYAKPRADTEEMSSDD
EMSEDEYASDGDDEDDVAIAGKLDP*                                                      
>Atha_AT1G78870                                                                 
MANSNLPRRIIKETQRLLSEPAPGISASPSEDNMRYFNVMILGPTQSPYEGRGVFKLELFLPEEYPMAAPKVRFLTKIYH
PNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLSENIAKHWKSNEAEAVDTAKEWTRLYASGA*     
>Atha_AT1G70660                                                                 
MGSEEEKVVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDILMQSWTGTILGPHNTAYEGKIFQLKLFCGKDYPESPPT
VRFQSRINMACVNPENGVVDPSHFPMLSNWRREFTMEDLLIQLKKEMMSSQNRKLAQPLEGNEEGRTDPKGLVVKCCVM*
>Atha_AT1G17280                                                                 
MAEKACIKRLQKEYRALCKEPVSHVVARPSPNDILEWHYVLEGSEGTPFAGGFYYGKIKFPPEYPYKPPGITMTTPNGRF
MTQKKICLSMSDFHPESWNPMWSVSSILTGLLSFMMDTSPTTGSVNTTVIEKQRLAKSSLAFNCKTPAFRKLFPEYVEKY
NQQQLAEQATTQLTTPESPQKSDTKVESEKTIDPTKGDSEGGLKERKKNNKQGLPAWIILLLVSVFGVVMALPLLQL*  
>Atha_AT1G50490                                                                 
MAAVNGYQGNTPADPPASNGSKQPAAPTKTVDSQSVLKRLQSELMGLMMGGGPGISAFPEEDNIFCWKGTITGSKDTVFE
GTEYRLSLSFSNDYPFKPPKVKFETCCFHPNVDVYGNICLDILQDKWSSAYDVRTILLSIQSLLGEPNISSPLNTQAAQL
WSNQEEYRKMVEKLYKPPSA*                                                           
>Atha_AT1G64230                                                                 
MASKRILKELKDLQKDPPTSCSAVDNASKLLVLIELEDCCRRFSNCSCILLLEKSQDIAMAHVLLCPVAEDMFHWQATIM
GPSDSPYSGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNVNSNGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDP
LVPEIAHMYKTDRAKYESTARSWTQKYAMG*                                                 
>Atha_AT1G14400                                                                 
MSTPARKRLMRDFKRLQQDPPAGISGAPQDNNIMLWNAVIFGPDDTPWDGGTFKLSLQFSEDYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMYSESKREYNRRVRDVVEQSWTAD*       
>Atha_AT3G55380                                                                 
MANNQASLLLQKQLKDLCKKPVDGFSAGLVDEKNVFQWSVSIMGPPDTLYEGGFFNAIMSFPENYPVSPPTVTFTSEMWH
PNVYSDGKVCISILHPPGDDPHGYELASERWTPVHTLVETDMFCSILSLYSDCFSNVRGIYKSGLRNTLEDKSIVLSIIS
MLSGPNDESPANVEAAKEWRDNRAEFRKKVSRCVRRSQEML*                                      
>Atha_AT3G08700                                                                 
MASKRISRELRDMQRHPPANCSAGPVAEEDIFHWQATIMGPHDSPYSGGVFTVSIDFSSDYPFKPPKVNFKTKVYHPNID



SKGSICLDILKEQWSPAPTTSKVLLSICSLLTDPNPNDPLVPEIAHLYKVDKSKYESTAQKWTQKYAMG*          
>Atha_AT3G08690                                                                 
MASKRILKELKDLQKDPPSNCSAGPVAEDMFHWQATIMGPPESPYAGGVFLVSIHFPPDYPFKPPKVSFKTKVYHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRSKYESTARSWTQKYAMG*           
>Atha_AT3G24515                                                                 
MAQAARLSLRMQKELKLLLSDPPHGASFPHLSSAANGSGDFSTFSTIDAQIEGPEDTVYANGIFNLKIQIPERYPFQPPI
VSFATPIYHPNIDNSGRICLDILNLPPKGAWQPSLNISTVLTSMRLLLSEPNPDDGLMCEVSREYKYNRQTFDYKAREMT
EKYAKVKADGCSTSLQIKNHGDEKSGESGNSVKLKLTVESSLSIAHTVKRETAGRDEQEDGNGKRKAVVGFGEGNSFGND
GIKRSRKKLSLALPSQSQKKDLCGEEELTRGVSAACKENKKPNLNGKKLSLGLKQPCNDTLASFRTSAAKSDNNRLSRKL
SLRSPLGELNEVSKPEVLAQTDMKLEMNQNEDARSLRGEFENSVLEETSMAESIVVLDSDDSGQEEEERVSSSRSRLSLA
KRRVLKCRP*                                                                      
>Atha_AT3G15355                                                                 
MEPNVVEIATPPAASCSRIRTPTKAETPEVIDVEEYDLQNGGVPNGNNVDYKNKGKAIDFDSMSYGDYGEEDEYAVGSPG
DDYGYPESSPLSNSLLDPESLIYEDDENYSEQYDFEMEAEPDNYSMYQDLFDGKDIPTGVEVSMDWFPNSADKESASSSK
SSHANNGNNSSKKATKASGIHSQFSSDMETPVAQPWNALPHKAEGVIPNSAYALPQNSKAFQPPYAVHYSALKTAFSNYL
QPQTPDTVLGEAPAPAAGSSGLLPPNTPGFKSNAARFKEEPPILPPDDSRVKRNMEDYLGLYLFFKRFDIVEDFSDHHYA
SKGTTSKQHSKDWAKRIQDEWRILEKDLPEMIFVRAYESRMDLLRAVIIGAQGTPYHDGLFFFDIFFPDTYPSTPPIVHY
HSGGLRINPNLYNCGKVCLSLLGTWSGNQREKWIPNTSTMLQVLVSIQGLILNQKPYFNEPGYERSAGSAHGESTSKAYS
ENTFILSLKTMVYTMRRPPKYFEDFAYGHFFSCAHDVLKACNAYRNGATPGYLVKGAPDVEENSAGMSSLKFRTDVATFV
ETVLLKEFILLGVLGLEPEEEEKTPETIIVAESSKCTRSRSKRDRVSSS*                              
>Atha_AT3G46460                                                                 
MNSQACLLLQKQLKDLCKHPVDGFSAGLVDEKNIFEWSVTIIGPPDTLYEGGFFYAIMSFPQNYPNSPPTVRFTSDIWHP
NVYPDGRVCISILHPPGDDPSGYELASERWTPVHTVESIMLSIISMLSGPNDESPANVEAAKEWREKRDEFKKKVSRCVR
KSQEMF*                                                                         
>Atha_AT3G17000                                                                 
MADERYNRKNPAVKRILQEVKEMQANPSDDFMSLPLEENIFEWQFAIRGPGDTEFEGGIYHGRIQLPADYPFKPPSFMLL
TPNGRFETNTKICLSISNYHPEHWQPSWSVRTALVALIAFMPTSPNGALGSVDYPKDERRTLAIKSRETPPKYGSPERQK
IIDEIHQYILSKATVVPKPLPLECSQAPSIVSEAHSQVEPQEAITVVEERSIATTDTIVDDQIIEETAEAVNTAASVVPA
AAPLPAVEVVVKASVSGEQRMARRAAQKPVDDRLFTWAAVGLTIAIMVLLLKKFIKSNGYSTGFMDDQS*          
>Atha_AT3G20060                                                                 
MATVNGYTGNTPAATTPAATGSKQSAPPTKTVDSHSVLKRLQSELMGLMMGADPGISAFPEEDNIFCWKGTITGSKDTVF
EGTEYRLSLTFSNDYPFKSPKVKFETCCFHPNVDLYGNICLDILQDKWSSAYDVRTILLSIQSLLGEPNISSPLNNQAAQ
LWSNQEEYRKMVEKLYKPLNA*                                                          
>Atha_AT3G57870                                                                 
MASGIARGRLAEERKSWRKNHPHGFVAKPETGQDGTVNLMVWHCTIPGKAGTDWEGGFFPLTMHFSEDYPSKPPKCKFPQ
GFFHPNVYPSGTVCLSILNEDYGWRPAITVKQILVGIQDLLDTPNPADPAQTDGYHLFCQDPVEYKKRVKLQSKQYPALV
*                                                                               
>Atha_AT3G52560                                                                 
MTLGSGGSSVVVPRNFRLLEELERGEKGIGDGTVSYGMDDGDDIYMRSWTGTIIGPHNIMPLLLLLVVTEINFMSQTVHE
GRIYQLKLFCDKDYPEKPPTVRFHSRVNMACVNHETGVVDPKKFGLLANWQREYTMEDILVQLKKEMSTSHNRKLVQPPE
GTCF*                                                                           
>Atha_AT3G13550                                                                 
MMTPGGSGRLRPLPTAMYAGYSGTASSWVAKTSVSASGKRIQREMAELNIDPPPDCSAGPKGDNLYHWIATIIGPSGTPY
EGGIFFLDIIFPSDYPFKPPKLVFKTRIYHCNVDTAGDLSVNILRDSWSPALTITKVLQAIRSIFLKPEPYSPALPVIAR
LYLTDREKHDEVAKEWTLRFAK*                                                         
>Atha_AT5G50870                                                                 
MIDFSRIQKELQDCERNQDSSGIRVCPKSDNLTRLTGTIPGPIGTPYEGGTFQIDITMPDGYPFEPPKMQFSTKVWHPNI
SSQSGAICLDILKDQWSPALTLKTALVSIQALLSAPEPKDPQDAVVAEQVLLLHHLNHLRYMKNYQVFVSTARYWTETFA
KKSSLEEKVKRLVEMGFGDAQVRSAIESSGGDENLALEKLCSA*                                    
>Atha_AT5G53300                                                                 
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPSESPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDKNKYESTARSWTQKYAMG*           
>Atha_AT5G05080                                                                 
MASNENLPPNVIKQLAKELKSLDESPPDGIKVVVNDEDFSQICADIEGPVGTPYENGLFRMKLALSHDFPHSPPKGYFMT
KIFHPNVASNGEICVNTLKKDWNPSLGLRHVLSVVRCLLIEPFPESALNEQAGKMLLENYDEYARHARLYTGIHAKPKPK
FKTGAISESTTALNVGQTNNETPGAATAIPSSMTDIKRVTTSAQDQQHVANVVVAASASVVTTTQKREAGLAKVQADKKK
VDARKKSLKRL*                                                                    
>Atha_AT5G25760                                                                 
MQASRARLFKEYKEVQREKVADPDIQLICDDTNIFKWTALIKGPSETPYEGGVFQLAFSVPEPYPLQPPQVRFLTKIFHP
NVHFKTGEICLDILKNAWSPAWTLQSVCRAIIALMAHPEPDSPLNCDSGNLLRSGDVRGFNSMAQMYTRLAAMPKKG*  
>Atha_AT5G41700                                                                 
MASKRILKELKDLQKDPPTSCIFAGPVAEDMFHWQATIMGPAESPYSGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNIN



SNGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRAKYEATARNWTQKYAMG*          
>Atha_AT5G42990                                                                 
MTSSSSPSRKALSKIACNRLQKELSEWQVNPPTGFKHRVTDNLQKWVIEVTGAPGTLYANETYNLQVEFPQHYPMEAPQV
IFVPPAPLHPHIYSNGHICLDILYDSWSPAMTVSSVCISILSMLSSSPEKQRPTDNDRYVKNCKNGRSPKETRWWFHDDK
V*                                                                              
>Atha_AT5G56150                                                                 
MASKRINKELRDLQRDPPVSCSAGPTGDDMFQWQATIMGPADSPFAGGVFLVTIHFPPDYPFKPPKVAFRTKVYHPNINS
NGSICLDILKEQWSPALTVSKVLLSICSLLTDPNPDDPLVPEIAHIYKTDRVKYESTAQSWTQKYAMG*           
>Atha_AT5G41340                                                                 
MSSPSKRREMDMMKLMMSDYKVETINDGMQEFYVEFNGPKDSLYQGGVWKIRVELPDAYPYKSPSVGFITKIYHPNVDEL
SGSVCLDVINQTWSPMFDLVNVFETFLPQLLLYPNPSDPLNGEAAALMMRDRPAYEQRVKEYCEKYAKPGEGSEDKSSDE
ELSEEEYGSDNEDDDDDDVAIAGKPDP*                                                    
>Atha_AT5G50430                                                                 
MAEKACIKRLQKEYRALCKEPVSHVVARPSPNDILEWHYVLEGSEGTPFAGGFYYGKIKFPPEYPYKPPGITMTTPNGRF
VTQKKICLSMSDFHPESWNPMWSVSSILTGLLSFMMDNSPTTGSVNTSVAEKQRLAKSSLAFNCKSVTFRKLFPEYVEKY
SQQQVAEEEAATQQTTTSENQDFPQKDNAKVESEKSVGLKKESIQEVGLKERRRNKKEALPGWIVLLLVSIVGVVMALPL
LQL*                                                                            
>Atha_AT5G59300                                                                 
MCSHNENIDSRKFTKSEPCHIKKISISILSISLSSSSMASQASLLLQKQLKDLCKHPVDGFSAGLVDEKNIFEWSVTIIG
PPDTLYEGGFFNAIMTFPQNYPNSPPTVRFTSDMWHPNVYSDGRVCISILHPPGDDPSGYELASERWTPVHTVESIMLSI
ISMLSGPNDESPANVEAAKEWRDKRDEFKKKVSRCVRKSQEMF*                                    
>Atha_AT5G62540                                                                 
MTTPAKKRLMWDFKRLQKDPPVGISGAPQDNNIMHWNALIFGPEDTPWDGGTFKLTLHFTEDYPNKPPIVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAVLTSIQSLLCDPNPDSPANAEAARLFSENKREYNRKVIEIVEQSYV*         
>Mgut_mgv1a015730m                                                              
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPSDSPYSGGVFLVSIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKSDRAKYEGTARSWTQKYAMG*           
>Mgut_mgv1a000546m                                                              
MDSETVTSKQGDSSSNGVNLDPNSSHGDKPGDILKNLQNVSYIYRQDVVRNKTDTEIGIVTEVAGDSDSDSSDDDDEDED
DEEDEDDEKEDGAGSNDEGAVDNNGENAAENNDENDYKHTPLTVDQLRVFWMNGSETTESTNDVKVVDRGFLHGDYVSSA
SDPMGQIGIVVDVNINVDLLAHDGTILEDKPSKELRRIRDFTVGDHVVLGPWLGRIEDVFDNVTVQLDDGSVCKVMKADP
LHLKPVGKNIIEDGHFPYYPGQRVKATSSSVFKNSRWLSGLWKANRLEGTVTKVTVGSVLIYWIASAGYGPDSATTPDEE
QTPKNLKLLSCFAHTNWQLGDWCLPPSCLESSSFTLLNKEVSKPVSTKEEHDSTTENGDDSDAEVASMENDSDASLNKTG
GIPDHNTPAERSCNTSVPLHRKKIRKVVVKKEKKVRKKVENFERALLIINTKTKVDVAWQDGTIKRGLDSTSLIPIDSPG
DHEFVAEQYVVEKAVDSDDPTETRRVGVVKSVNAKDRTANIRWLKPVLRADDPREFDQEEVVSVYELEGHPDYDYCYGDV
VVRLSPISLPADMDSVSHSVENTPEHEKGEQNEKDNTQDTSNEFSDLSWVGNITALKDGDIEVTWADGMVSTVGPQAIYV
VGRDDDESVAGGSDDSDDAASWETVEDDMDSVGNIQEGNGEDNAGEIQAGIEDENPVAENSGMNGALSIPLAAIGFMTRL
ASGIFSRGQKHSDLNSDINGEEDGGSSSEEPNNIEYRLSKLTTNCKGEENDNAESSDLLEIAETLCNLKPPESNAPPLEE
ELNSAFKGFDIVQDPSDHYFLGSQRQANAARKWLKKVQQDWDILQNNLPDGIYVRVYEDRMDLLRAVIVGAYGTPYQDGL
FFFDFLLPPDYPDVPPSAYYYSGGWRINPNLYEEGKVCLSLLNTWTGRGNEVWDPSTSSILQVLVSLQGLVLNSKPYFNE
AGYDKQVGTAEGEKNSLSYNENTFLLNCKTMMYLIRKPPKDFEELVIEHFKKRGLYILKACDAYMKGHLIGSLAKDASTN
DINTDSNSVGFKLMLNKVAPKLFSALQGIGANCHEFEHLNPVQL*                                   
>Mgut_mgv1a012071m                                                              
MDSGNNDPEINNDKSMLQFEHFDVVQAEPTDHYYYQINSNKTKQQSFTNANTPVYAKIMKEWKILSKNLPDSIYVRVYES
RIDLLRAAILGPAGTPYHDGIFFFDILLPYDYPKSPPKVYYRSHGYRLNPNLYKNGYVCLSLINTWSGKKIEKWTQESTL
LQILVSIQGLVLNERPYFNEPGIRYFKDSKSCKWINRSIEYSEDAFVLSCKTMLQVRAKPPQNFEGFVAQHFRDRAANIL
AAIKVYHEGRVLKLNKRSDIAF*                                                         
>Mgut_mgv1a002188m                                                              
MLPNIQKVIFHEMMDMNTAEDYEDVIFIDEKVDSSGKGKEVLSSYSTDGSVSLSDVEMSDDGIVDDPDSSIFNGEEEWID
KYYDDILYDEDDDKIMESHFDHMDIPPGVEAPVPWFPVHPQENSNFPTTNTLTGSNPQLNPTAIWPTSSSQEYPNSLHSA
DFFLPKPIKEATKSLVKGKTRSSSASLGYSSSKNQSTSSSSNLSSFYGHKSGFQYPNVPPYSHGMGSLPSVNINKSGYYQ
YPNLPSNVHGMGNFPSVYSNKGGHEYSNLPSNSHVIGNFPSVHGNKSGHQYADVPSNSHGLVAFPSVHGSKGASQYMPPN
LHGMGTPSSDHSSKSGFTFSDVPPGMGTSLSAFEEWEKDTTGTSFPGFTAEYPFSPSAPHAAYVHKEGSPFVVDREKLDE
ILQKFERFEKFDTVEDYSDHYYGRYGYSGKQAPKGWAKSVQDEWKILEKNLPDMIFVRVYESRMDLLRAVIIGAEGTPYH
DGLFFFDIFFPANYPDVPPLVHYHAGGLRINPNLYDCGKVCLSLLNTWPGQAPKETWVRGVSTILQVLVSIQGLILNTEP
FYNEPGYEGLSGTPNGQKKSSEYNEQTFMHSLQTMVYTMRRPPKYFEDFVVGHFCKHARDILLSCQAYSGGAVVGSLVKG
VVRNAERGEKSSKQFKYRVTGFITTMVNTFTQIGAKDCEEFLPSSQKKNKPAAASSRAVDVGN*                
>Mgut_mgv1a016280m                                                              
MANSNLPRRIIKETQRLLSEPAPGISASPSEENMRYFNVMILGPTQSPYEVYHINRSYVLGRICLDILKDKWSPALQIRT
VLLSIQALLSAPNPDDPLSENIAKHWKSNEVEAVETAKEWTRLYASGT*                               
>Mgut_mgv1a002272m                                                              
MESPTPVSRYIPQNSKKRSFMAGSSSSGCKDAEVLEIPPPINRSSKPKSSKQKEVIYQEIIDVDLEEDSREIVPANEGVG



SSAKGKEIVPNYLAGLSILADNEPASNALTSNNGAGTVDDSINVEDYNSDSFYGEEDWIDSYYEDGIFDDYAAAGSYFDH
MDIPTGVEAPFPWLSNSTTIIDMNLPTNSTSKYPNFQPQLNSSQSPQPLNLPQTNNPSTPLPQINNLSTPNSGKDTSSGS
KHSKEKIHSKSYERSKSNKKSAASSFDANASLQHSTGSATSKAAKEILLSLGKNKRKPRSSHASTAYPSHYSQYSVSTFP
NVNGGSSYPMMNMPTSTYPFGAGNYAMPSLQNLPMNNLQPSVGPTNNLIGPSSIPNSLPAKIDQIDVDKSVQMFEAFKKF
DTVEDFSDHHYCNSGSSAKQAPKNWAKRIQEEWKILEKDLPAEIFVRVYESRMDLLRAVIIGAEGTPYQDGLFFFDVFFP
SSYPNVPPHVHYHSGGLRINPNLYNCGKVCLSLLNTWTGGQKEKWLPGVSTMLQVLVSIQGLILNAKPYFNEPGYANTSG
TPTGEKRSLEYNENTYIYSLQTMVYSIRRPPKYFEEFVRGYFCKNARDILVSCKAYMEGVQVGCLAKGGVQDVDEGDKNC
SQQFKTRLAGFIALLVNAFTEIGANNCREFLSLAQRGNLQSSIAARNALSYY*                           
>Mgut_mgv1a001292m                                                              
MNSRLSDFDSLSDSSSSEDQEDMDSIYNGRARSIFSNLEETIEKIDDFLLFERGFSNGDIVCLVSDSLGQMGKVVNADMT
VDLENINGHKTRNISSKQLQKLRSISIGDYVVHGAWLGKVEKIVDRLTVLFDDGTECELTEEGPEKIVSLSEDLIEDPPF
KFYPGQRVLIESSVSKTTHWLCGVRKDYKQEQATVCKVEAGIVHVDWLISATANGERGPTPPPSFQEFQNLTVLSCYPYS
NWQLGDWVVIPAEDKSGAHHGTRYQEIGVIVKTKTKVDVIWQDGSQSLGLDSNVVYPVNIIDAHDFWPDSFVMEKGSVDC
DEKRVSRWGVVRDVDPTERTVKVKWCKNSFLDCEGEEIVSAYELVEHPDYSYCLGEIVFRTDEIVVGPTEDGGEAEFLSC
FGTVVGLKNGGVEVKWGTGATSKVAPYEIYRVDKCEGTSDENAQPPNEEVPLKNQFPGQDLKEISGLNSNNAKESSISEV
AIGIFTSITSNILGSLSTSLIGRYKFTSEIPKIHSKSPDEEEEEEEAALELSNFNLGGEFEDLEIKVANEDITFPSSSKL
PGSSFSRFDMVNDCSDHHFVNESGMDTQSPQVRRAWLKKVQQEWSILEKDLPGTIYIRAYEERMDLLRAAIVGSDGTPYH
DGLFFFDIYLPPQYPNEPPMVHYNSGGLRINPNLYESGKICLSLLNTWTGSQDEVWNPKSSTILQLLLSLQALVLNEKPY
FNEAGYDSQIGKAEGEKNSFSYNENAFLVSCRSMLYLLRNPPRNFEALVKEHFERRGRHILLACRAYMQGASIGYPFECG
KDEEDILQGRSSTGFKIMLTKLYSRLVEAFSDKGIDCREFLDQVPQ*                                 
>Mgut_mgv1a015306m                                                              
MTSPSASSRKALSKIASNRLQKELMEWQVNPPAGFKHKVTDNLQRWVIEVNGAPGTLYVGETYQLQVDFPEHYPMEAPQV
IFVPPAPHHPHIYSNGHICLDILYDSWSPAMTVSSICISILSMLSSSTAKQRPADNDRYVKNCKNGRSPKETRWWFHDDK
V*                                                                              
>Mgut_mgv1a015769m                                                              
MTLGSGGSSVVVPRNFRLLEELERGEKGISDGTVSYGMDDGDDIYMRSWTGTIIGPHNSVHEGRIYQLKLFCDKDYPEKP
PGVRFHSRVNMTCVNHESGVVEPKKFAILSNWQREYTMEDILTQLKKEMAAPHNRKLVQPPEGTYF*             
>Mgut_mgv1a015722m                                                              
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPPDSPYTGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRNKYETTARSWTQKYAMG*           
>Mgut_mgv1a015370m                                                              
MSGGIARGRLAEERKSWRKNHPHGFVAKPETSPDGTVNLMVWRCVIPGKSGTDWEGGYYPLTMHFSEDYPGKPPECKFPP
NFFHPNVYSSGSVCLSILNEALGWRPSITVKQILVGIQDLLDKPNPDSAAHPYSNQLFLKQRDEYKKQVCQLAKRYPAPA
*                                                                               
>Mgut_mgv1a015707m                                                              
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPPDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRSKYETTARSWTQKYAMG*           
>Mgut_mgv1a015725m                                                              
MASKRILKELKDLQKDPPTSCSAGPVGEDMFHWQATIMGPQDSPYSGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDKVKYEQTARSWTHKYAMG*           
>Mgut_mgv1a021140m                                                              
MSKKLMSSLERLKRDPPEENNIMLWNAVINGPDDTPWSGGTFKLTLEFPHDYPFKPPRVRFVSRMFHPNIYEDGRICSDL
FGDRWFIGYFVDQILVCIQSLLSDANPGSPVNSEAARLFSENK*                                    
>Mgut_mgv1a014540m                                                              
MGSEESSRVVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDLYMQSWTGTIIGPPNTVHEGRIYQLKLFCGKDYPDNPP
SVMFQTRINMSCVNHETGVVEPRLFPMLSDWQREYTMEDILMQLKKDMMSPQNRKLTQPPEGNEDARVDQKGKLFLICEA
KGNSGRPESKLQSLIRQMIKALSNCV*                                                     
>Mgut_mgv1a015368m                                                              
MGSEESSRVVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDLYMQSWTGTIIGPPNTVHEGRIYQLKLFCGKDYPDNPP
SVMFQTRINMSCVNHETGVVEPRLFPMLSDWQREYTMEDILMQLKKDMMSPQNRKLTQPPEGNEDARVDQKGIVLRCCIL
*                                                                               
>Mgut_mgv1a015728m                                                              
MSGKLIRNLRSLKRDPPVGITAAPEEDNIMLWNAVINGPEDTPWSGGKFKLTLDFPHDYPMKPPRVRFVSQMFHPNIYED
GRVCVDFLEDEWTPALLVETILISIQSLLSDANPDTPVNSDAARMFVDNRREYNRRVREIAEQSRMAQ*           
>Mgut_mgv1a012803m                                                              
MAEKACVKRLQKEYRSLCKEPVSNVVARPHPNNILEWHYVLEGSQGTAFAGGYYYGHIKFPPEYPFKPPGISMTTPNGRF
LTKTKICLSMSDFHPESWNPMWSSSSILTGLLSFMMDNSPTTGSVSTSDEDKQRLAKASLAFNCKIPTFRKLFPEYVEKY
EEQLAAEQSADEVAAAQESTKDENAGPTLKKRGNKEELKNVQVPKDLNNQQRRRSTPTWLLLLLVFVFAAVMALPLLQL*
>Mgut_mgv1a015348m                                                              
MSGGIARGRLAEERKAWRKNHPHGFVAKPETLPDGTVNLMVWHCTIPGKTNTDWEGGCYPLSMQFSEDYPSKPPKCKFPQ
GFFHPNVYPSGTVCLSILNEDSGWRPAITVKQILVGIQDLLDQPNPSDPAQTEGYHLFIQDSVEYKKRVRSQAKQYPPLV
*                                                                               



>Mgut_mgv11b023148m                                                             
MSGGIARARLTEERKAWRKNHPHGFVAKPESGADGSVDLMVWHCLIPGKPNTDWEGGYYPLTMHFSEDYPIKPPKCKFPP
NFFHPNIYPSGTVCLSILNEDSGWRPAITVKQILVGIQDLLDLPNPSDPAQTDGYQIFIQEPDEYKKRVRQQAKQYPSPV
*                                                                               
>Mgut_mgv1a015445m                                                              
MQASRARLFKEFKEVQREKVADPDIQLVCDDSNIFKWTALIKGPSETPFDGGIFQLAFSVPEQYPLQPPQVRFLTKIFHP
NVHFKTGEICLDILKNAWSPAWTLQSVCRAIIALMAHPEPDSPLNCDSGNLLRAGDIRGYQSMARMYTRLAAMPKKG*  
>Mgut_mgv1a010100m                                                              
MDRDLPNNPKSTRDMETKSNMYGEIEEIYDQVQTKFNSFKNFRISSNNPFDHHYFSYRSSYRNISLWPIFSRRISQEWEF
LEQNTPSSIFLRAYEQRINLMRAAIVGPPGTPYHHCLFFFDIIYPSDYPATPPKIYSLSDGIDLDTTSLRFCSKVEEWSP
EEYSILHVLESIQDQIFGSKSPDTAKSCLFFSSPKSEEVKYDEEMDFSLMCEKMIKILKRPPRDFEDFVPGYFRSRAHPI
LMKFKEKNYDSEAMIDLFVTMFKMFESTGAYCKHHLDFLKSQKNKSKQNLDSLVAQKTKSSEKNKAIVSSLQDHLFANCR
LN*                                                                             
>Mgut_mgv1a014474m                                                              
MMEVRDDADVQSGHHHSPPSAAVSSKQLLSSPTPVDTNSVTQRLQKELMALMMSGGDLGVSAFPEGESIFTWIGTIEGGK
GTMYEGLSYKLSLRFPLDYPFKPPQVKFETMCFHPNVDQYGNICLDILQDKWSSAYDCRTILLSIQSLLGEPNNESPLNS
SAASLWKNQEEYRKMVRKHYMAGETFEN*                                                   
>Mgut_mgv1a015751m                                                              
MASRRILKELKDLQKGPPTFCRGPVAEDMFHWQATIMGPSDSPYSGGVFLVSIHFPPDYPFKPPKVAFRTKVFHPNINSN
GSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRSKYETTARSWTQKYAMG*            
>Mgut_mgv1a015563m                                                              
MSATVRKYMMKNIEKFQQDPPPGISAAPEESNIMLLNAVISGPEDTPWSGGTFKLTVRFPEDFPFTPPGVRFVSRMFHPN
IYEDGRVCLDILQDQWSPILLHIGSILLSVQSLLSDANPDSPVNSEAARLFSENKREYNRRVREIVEQSQVAD*      
>Mgut_mgv1a024242m                                                              
MAPGGGGGGRGGSSGGGGRSWPSTTSVSSSGKRIQKELSELSMEPPPDCSAGPKGDNLYHWVATLFGPPGTPYEGGIFFL
DITFPSDYPFKPPKVVFKTRIYHCNVDSAGNVSLDILKDGWSPALTISKVLVALRSIFNNPDAYKPLVPGIAHLYLADRL
KHDELATEWTQRFAR*                                                                
>Mgut_mgv1a015591m                                                              
MSTSARKRLMRDFKRLQQDPPAGISGAPQDNNIMLWNAVIFGPDETPWDGGTFKLTLQFNEDYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSVQSLLCDPNPNSPANSEAARMYNENKREYNRRVREVVEQSWTAD*       
>Mgut_mgv1a015600m                                                              
MSTPARKRLMRDFKRLQQDPPAGISGAPQDNNITLWNAVIFGPDDTPWDGGTFKLSLQFTEDYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMFSENKREYNRRVREVVEQSWTAD*       
>Mgut_mgv1a011881m                                                              
MATNENLPPNVIKQLAKELKNLDETPPEGIKVGVNDDNFSIIFADIEGPAGTPYENGTFRMKLILSHDFPHSPPKGYFLT
KIFHPNIASNGEICVNALKKDWSPSLGLRHVLIVIRCLLIEPFPESALNEQAGKMLLENYDEYARHARLYTGIHALRPKP
KLKTASISEPTTTTATTTATLNVDPTNSSAKCADQKNNNNAAPQILPSPLAPKPENGQCYPSAMASAGVGGSTAATAAAL
KKEGGLNKVPAVDKKKIDARKKSLKRL*                                                    
>Mgut_mgv1a012657m                                                              
MATNENLPPNVIKQLARELKNLDETPPEGIKVGVNDDDFSVIYADIEGPAGTPYENGVFRMKLILSRDFPQTPPKGYFLT
KIFHPNIATDGDICVNALKKDWNPSLGLRHVLIVIRCLLIEPFPESALNEQAGKMLLQNYDEYARHARLYTGIHAIKPKS
KSRTGNVDHTNTTAVKCCMEQKNGVVPKMPMPLAPKIENLLDQTADVASSIEGGLTAQKKDSGVSKAPAGKKKMDARKKS
LKRL*                                                                           
>Mgut_mgv1a015221m                                                              
MADEYKRRNADITNLKCAGFEVDMVDNRLQEFSVKFHGPRGTNYEGGVWSVNVFLASDYPVMYPILQFSDKIYHPNISYA
TGTVCVNVLRQAWKNGHDLKLLFGTFLPQLLKEPNVDRPFNLEAANLMKNDPSAYEQKVRDETEEHAKPAAVNAAAEETA
ESTD*                                                                           
>Mgut_mgv1a015733m                                                              
MASRRILKELRELQRDPPTSCSAGPVAQDMFHWQATIIGPNESPYAGGVFQVTIHFPPDYPFKPPKVAFRTKVFHPNINN
NGNICLDILKDQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDTSKYESMARSWTQKYAMC*           
>Mgut_mgv1a021355m                                                              
MAAAQRVQRELKEMQKDPPSSCSAGPVGEDIFHWRATIIGPSGSPFSGGIFALDIHFPPDYPFKPPTVFFKTKIYHPNIN
GNGTICLDILKNQWSPALTISKVLLSIGSLLTDPNPDDPLEEQIARIYKENKAQYEETARKWTQTYAI*           
>Mgut_mgv1a014627m                                                              
MSSPTKRREMDLMKLMMSDYKVEMINDGMHQFYVHFHGPSDSPYHGGVWKVRVELPDAYPYKSPSIGFINKMYHPNVDET
SGSVCLDVINQTWSPMFDLVNVFEVFLPQLLLYPNPSDPLNGEAAALMMRDKAAYEQKVKEYCERYAKAEDVGPVSEEES
SDEELSEAGYDSSDDAIVGPVDP*                                                        
>Mgut_mgv1a015665m                                                              
MASRRIIKELNDLKKDDSANNPFNAGPVAEDLFNWKATITGPADSPYSGGLFLVAIRFPPDYPFKPPKVTLKTEIFHPNI
DEYGNICLDILKEQWSPAITISKVLVSICLLLSNPNADEPLIPEIGNMYKTDRAKYESNARGWTRIHAMG*         
>Mgut_mgv1a015856m                                                              
MHTIGCWLSIFFILPIVTCPVAEDLFNWKATITGPADSPYSGGLFLVAIRFPPDYPFKPPKVTLKTEIFHPNIDEYGNIC



LDILKEQWSPAITISKVLVSICLLLSNPNADEPLIPEIGNMYKTDRAKYESNARGWTRIHAMG*                
>Mgut_mgv1a010759m                                                              
MAEDKYNRKNPAVKRILQEVKEMQSNPSDDFMSLPLEENIFEWQFAIRGPRDSEFEGGIYHGRIQLPAEYPFKPPSFMLL
TPNGRFETQTKICLSISNHHPEHWQPSWSVRTALVALIAFMPTSPNGALGSLDYPKDERRALATKSRNTAPTFGSSERQK
LIDEIHEYMLTKALPTSQGEQSSEANTGSEESPQGPQTDIETTTEAIPTPAEDDGIVEEEEDEEALPNLTENGGIIEEPN
ETHTVLANAQQVLRKPESRVAKPTDDRLFTWAIYGLTFAIILLLLKKFLKANGYGAVFMNES*                 
>Mgut_mgv1a015314m                                                              
MTTPSASSRKALSKIASNRLQKELVEWQVNPPHGFKHKVTDNLQKWVIEVNGAPGTLYAGEMYQLQVDFPEHYPMEAPQV
IFVPPAPQHPHIYSNGHICLDILYDSWSPAMTVSSVCISILSMLSSSPAKQRPADNDRYVKNCKNGRSPKETRWWFHDDK
V*                                                                              
>Mgut_mgv1a015088m                                                              
MGSSSQASLLLQKQLKDLCKNPVDGFSAGLLDETNLFEWSVTIIGPPDTLYEGGFFNAIMSFPPNYPNSPPTVRFTSDVW
HPNVYSDGKVCISILHPPGDDPNGYELASERWSPVHTVESIVLSIISMLSSPNDESPANVEAAKEWRERRDDFKKKVSRC
VRRSQEML*                                                                       
>Mgut_mgv1a015233m                                                              
MSCKVQAFKMLTSARKKLMKNLKDLQRDPHPPPGISAAPEENNILLWNAVINGPEDTPWSGGTFKLTLRFAEDYPFYAPK
VRFVSRMFHPNIYEDGRICLDILEDQWTPGLSRVESILISIQSLLCDANPDSPVNSEAARLFSENKREYNRRVREIVEQS
QAVV*                                                                           
>Mgut_mgv1a014569m                                                              
MSSPSKRREMDLMKLMMTDYKVEMINDGMQEFFVEFHGPKESPYQEGVWRIRVELPDAYPYKSPSIGFINKIYHPNVDEM
SGSVCLDVINQTWSPMFDLVNVFEVFLPQLLLYPNPSDPLNGDAAALMMRDRTAYDQKVKEYCEKYAKAEDAGVAPEEKS
SDEEELTEDEYAASSDEEVAGKADP*                                                      
>Mgut_mgv1a016371m                                                              
MLIFDGYCSRVDCSPEDSIWDGGSFKLTLEFTERYPFSAPTVRFVSQMFHPNIYADGSLCLNILDDQWSTAYRIESILVS
IQSLLCDPNPGSPANSEAARLFSDNKREYNRRVREIVEQSQMAD*                                   
>Mgut_mgv1a014626m                                                              
MIKLFKVKEKQRELAESANGKPPVKKQSAGELRLQKDISELNLPKTCNIAFPNGKDELMNFEVTIRPDEGYYLGGTFLFS
FQISPIYPHEAPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNINTIIYGLYHLFTEPNHEDPLNHEAAAVLRDNPKM
FESNVRRAMSGGYVGQTFFARCL*                                                        
>Mgut_mgv1a014267m                                                              
MVDFARVQKELQECNRDFQVSGIKVSPMAETNLAHLLGTIPGPLGTPYEGGTFKIDITLPDGYPFEPPKMKFATKVWHPN
VSSQSGAICLDILKDQWSPALTLKTALLSVQALLSAPEPDDPQDAVVAQQYLRDYQTFVGTARYWTESFAMTSSLGLEEK
VQKLMEMGFPEAQVRSSLESAGGDENLALEKLCSA*                                            
>Mgut_mgv1a019973m                                                              
MFQFDNFGSIQAEPTDHYYLNSNNSDTAKKCLNKHNTLSTIMKEWKILSKNLPDSIYVRVYESRIDLLRAAILGPAGTPY
HDGIFFFDILLPYDYPKQPPKVYYHSHGYHINPNLYKTGYVCLSLINTWSGEKNEMWTKKSTLLQILVSIQGLILNERPY
FNEPGFGDLRNSTDSEWINRSIRYNEATFVFSCKAMLHVIRNPPQNFEGLVVGHFRDRAASILAAIKDYQEGRESSFEVL
PQLKADLTSLHSDFENALSDLNSEAINMNISAESVIEELPIGSSSTTNSAMNNNSKESTESVVKKELPIKSSSISSNSKP
NKKGFLGKLVSKFGKCYSSIN*                                                          
>Mgut_mgv1a014494m                                                              
MSSPSKRRDMDVMKLMMSDYIVEPINDGINEFNVEFHGPKESPYEGGFWKVRVELPDAYPYKSPSIGFVNKIFHPNVDEL
SGSVCLDVINQSWSPMFDLLNIFEVFLPQLLLYPNPLDPLNGDAASLMMKDKTQYDLKVKEYCERYAKKEHINNTLTDES
DGDVSDNDAYSDGRSESEDDVAGRADP*                                                    
>Mgut_mgv1a015708m                                                              
MASKRIQKELKDLQKDPPASCSAGPVGEDMFHWQATIMGPSDSPFAGGVFLVTIHFPPDYPFKPPKVSFKTKVYHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRAKYENTARSWTQKYAMG*           
>Mgut_mgv1a015574m                                                              
MSTPARKRLMRDFKRLQQDPPAGISGAPYDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPIVRFISRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARLFSENKREYNRKVREIVEQSWTAD*       
>Mgut_mgv1a015555m                                                              
MANSNLPRRIIKETQRLLSEPAPGISASPSEENMRYFNVMILGPTQSPYEGGVFKLELFLPEEYPMAAPKVRFLTKIYHP
NIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLSENIAKHWKSNEAEAVETAKEWTRLYASGA*      
>Mgut_mgv1a014662m                                                              
MATVNNAHHQDSNPNTPAAAAALPKQALPTAKTVDTQSVLKRLQTELMALMMGGDGGISAFPEEDNIFCWKGTIHGSKDT
VFEGTEYKLSLSFPTDYPFKAPKVKFETSCFHPNVDVYGNICLDILQDKWSSAYDVRTILLSIQSLLGEPNISSPLNTQA
AALWANQEEYRKTVEKLYKPST*                                                         
>Mgut_mgv1a015583m                                                              
MATVNNAHHQDSNPNTPAAAAALPKQALPTAKTVDTQSVLKRLQTELMALMMGGDGGISAFPEEDNIFCWKGTIHGSKDT
VFEGTEYKLSLSFPTDYPFKAPKVKFETSCFHPNVDVYGNICLDILQDKWSSAYDVRTILLSIQSLLGGFLF*       
>Acoe_001_00415                                                                 
MQASRARLFKEYKEVQREKAIDSDIQLVCDDSNIFKWTALIKGPSETPFEGGVFQLAFSVPEQYPLQPPQVRFLTKIFHP
NVHFKTGEICLDILKNAWSPAWTLQSVCRAIIALMAHPEADSPLNCDSGNLLRSGDLRGYQSMARMYTRLAAMPKKGMQA



SRARLFKEYKEVQREKAIDSDIQLVCDDSNIFKWTALIKGPSETPFEGGVFQLAFSVPEQYPLQPPQVRFLTKIFHPNTG
EICLDILKNAWSPAWTLQSVCRAIIALMAHPEADSPLNCDSGNLLRSGDLRGYQSMARMYTRLAAMPKKG          
>Acoe_001_00494                                                                 
MAQAARQNLRMQKELKLLLTDPPPGVSLSNIDDANPSSSSSLFSLSNIDAEIKGPEGTVYANGVFKIKIQIPDRYPFQPP
NVTFATPIYHPNIDNGGRICLDILNLPPKGAWQPSLNISTVLMSIGLLLSEPNPDDGLMCEASREYKYNRQTFDEKARSM
TEKFAMSGIGGSSTRGGSTPSNQSPPMIEVKGHNLEASNADNVSRQKLSKVSRKLSLGCQKRNDGDKDNVGIDDEQLPCQ
DNSSKVGNDSINVIPKPSGNFRKLSLKSSCSPQTTLTSDKENVMRTQCFHTNTKIGFGATSDSSQSTIGNHVDQQCNQDH
EVEVNNGSTNQSQRNHSGIGRKFVSLSNSPRLSSMGSSKLSLMPLNDNCDTKQHCQFHNEDENKSMIYMGSKMSGIRKKL
SLEISTSSKREAFDNKENVPPNYQLTTESPSVTSSGFMIPQAGNHDAPPHQYHNERVANDRLGVDQKKHFKIGKKNVSME
SSGVIQRTDADHKGDMLPVEKLLLPPNVQSLDKVSGKSLKLAHADEEPHKYYGEEVEKINTKQNEEVVSLINDTVIVLDS
EDSDEEIKAPTRSRLSLARKPLAGKRKGKA                                                  
>Acoe_002_00522                                                                 
MSTPARKRLMRDFKRLQQDPPAGISGAPQDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFSEDYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMFSENKRDYNRRVREVVEQSWTADMSTPARKR
LMRDFKRLQQDPPAGISGAPQDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFSEDYPNKPPTVRFVSRMFHPNIYADGSIC
LDILQNQWSPIYDVAAILTSIQRGCLVRTSVTTTGECVKLWSRAGQQTKYCCISVLCRVLKVMLLYLGLMTLLGMVVSTF
KLTLQFSEDYPNKPPTVRFVSRMFHPNIYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMFSEN
KRDYNRRVREVVEQSWTAD                                                             
>Acoe_003_00507                                                                 
MTNFKMFDIVDNASDHHFLGSNHKGKDCKDKVMKTIMKEWKILEQNLPESIFVRVYEERIDLLRAAIVGPPFTPYYNGLF
FFDFCFPKDYPARPPTVYYHSFGLRLNPNLYADGKVCLSLLNTWNGQKIEKWNKSQSTVLQVLLSLQALVLNEKPYFNEP
GYGSKAGKSSGQKSSLAYNEETWLNSCKTMIFLIRKPPKHFEEFIVEHFREQAQTILLACKAYMSGHTKVGDIVQDETSS
SPAYRASKQFKTSMLDLYPRLLDWFASKGASVENLRIELKVLPKPAEEVVEKRKDVKSKKMFISLKKLFGCTKIVDNNPK
ISN                                                                             
>Acoe_003_00508                                                                 
MEIEELLDEVEINFNNFTKFDFVVDPSDHHYVRRSWSRYEDNYPENTIANITSEWNDLVKGLPYTDSIFVRAYEKRRDLM
RAVIVGPKNTPYCYSLFFFDILFPRDYPDSLPKFAFRSTTGTYNPNPSMYDSGTKGKLSLIDTLGRKLELLSLRESNVLK
TLVTLRTKVLNAKPEFGDHNGVFKLSCKTMLETFRRPPKHFEDFVKGHFRVCAHSILWTCDEYMDNGAAIGEMVTLLFKT
FEANGNYLKHLNHLLDKANAMARYEKHEDEIRKNKAKNGVWTDAWMQLKNMMVVKESAYKVGCNKDCERFPTFN      
>Acoe_003_00535                                                                 
MAEEKYNMKNPAVKRILQEVKEMQSNPSDDYMSLPLEENIFEWQFAIAGPPDSEFEGGIYHGRIQLPAEYPFKPPSFMLL
TPNGRFETQTKICLSISNYHPEHWQPSWSVRTALVALIAFMPTNPNGALGSLDYKKEERRKLAIKSREAAPTFGSSERQK
LMDEIHQYMLTKAPPVPQLGAEQTSDEQATNQETDAVVHPQDGDDIAAGDEEPNPEADDRVVADVREVHVNANAGPLRVS
FSAELSVSRRVPATGSSEQVQTQEVRVLQRSDDRLFTWAAVGLTLAIVVLLLKKFLRSSGVDVASIGGFK          
>Acoe_004_00266                                                                 
MTIGSGGSSVVVPRNFRLLEELERGEKGIGDGTVSYGMDDGDDIYMRSWTGTIIGPHNSVHEGRIYQLKLFCDKDYPEKP
PSVRFHSRINMTCVNHDTGVVESKKFGLLASWQREYTMEDILMQLKKEMAAPHNRKLVQPPEGTYF              
>Acoe_004_00729                                                                 
MTEFNEEPPTDCSAGPKGDNLYNWISIIMGPSGSPYEGGVFFLDITFPSDYPFKPPKVVFKTRIYHCNVDLNGNISLDIL
KDSWSPALTISKVLLAIRSIFTNPDPYNPLTPGVAHLYVENRAKHDEIAAEWTRRFASSLSLANFREREGWRPT      
>Acoe_006_00267                                                                 
MASKRILKELKDLQRDPPTSCSAGPIAEDMFHWQATIIGPNDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGNICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMCKTDTTKYESTARNWTHKYAMGMASKRILKELKD
LQRDPPTSCSAGPIAEDMFHWQATIIGPNDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINSNGNICLDILKEQ
WSPALTISKVRNITYNLK                                                              
>Acoe_007_00027                                                                 
MASKRILKELKELQRDPPTSCSAGPVANDMFHWQATIIGPNDSPYSGGVFVVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGNICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMCKNDKVKYEWMARSWTQKYAMG            
>Acoe_007_00149                                                                 
MIKLFKVKEKQRENAANANGKAPVKKQSAGELRLNKDISELTLAKTTTIAFPNVQDLMNFEVTIRPDEGYYQGGMFVFTF
HVSPIYPHEAPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNINTIVYGLHHLFTEPNHEDPLNHEAATVLRDNPKLF
EAHVGKAMMGGTVEGTHFTRCLC                                                         
>Acoe_007_00718                                                                 
MSGGIARGRLAEERKAWRKNHPHGFVAKPETSADGSVNLMVWNCIIPGKTGTDWDGGYYPVTIQFSEDYPSKPPKCKLPQ
GFFHPNVYPSGTVCLSILNEDSGWRPAITVKQILVGIQDLLDQPNPSDPAQTDGYHIFCQEPAEYRRRVKQQAKLYPSMI
>Acoe_008_00271                                                                 
METISSDSGSNKKLKYSEVITTAVDPDLMNEDSIDPPNDSEPESQNSDDLDDASSYYDEDFSYYDETLTLQAQFDAADLP
PGVEASIPWLEIPEGTKNQDNAAHLYTTSGLNIESEEEEDHVLEKFMQFKSFDTVQDFSDHHYVTVASGSNKPGKGWAKT
IQNEWKILEENLPETIFVRVYEERMDLLRAAIVGASGTPYHDGLFFFDAFFPPEYPKVPPHVYYHSGGLRLNPNLYNCGK
VCLSLLGTWHGGKEESWISEKSTMLQVLLSIQALVLNAKPYFNEPGYARSAGQAHGEKQAKSYNENTFVLSCKTMQYSLK
RPPKHFEDLVAGHFRVRAHAILEACKEYLKGHDVGSLPEGEMEEDEEEFEITNDMPGGRKNFAFNLRTVIGNLIPFLIKN
GAKDCEKFIPLGDITRTAPLKIMETISSDSGSNKKLKYSEVITTAVDPDLMNEDSIDPPNDSEPESQNSDDLDDASSYYD



EDFSYYDETLTLQAQFDAADLPPGVEASIPWLEIPEGTKNQDNAAHLYTTSGLNIESEEEEDHVLEKFMQFKSFDTVQDF
SDHHYVTVASGSNKPGKGWAKTIQNEWKILEENLPETIFVRVYEERMDLLRAAIVGASGTPYHDGLFFFDAFFPPEYPKV
PPVCLSLLGTWHGGKEESWISEKSTMLQVLLSIQALVLNAKPYFNEPGYARSAGQAHGEKQAKSYNENTFVLSCKTMQYS
LKRPPKHFEDLVAGHFRVRAHAILEACKEYLKGHDVGSLPEGEMEEDEEEFEITNDMPGGRKNFAFNLRTVIGNLIPFLI
KNGAKDCEKFIPLGDITRTAPLKIMETISSDSGSNKKLKYSEVITTAVDPDLMNEDSIDPPNDSEPESQNSDDLDDASSY
YDEDFSYYDETLTLQAQFDAADLPPGVEASIPWLEIPEGTKNQDNAAHLYTTSGLNIESEEEEDHVLEKFMQFKSFDTVQ
DFSDHHYVTVASGSNKPGKGWAKTIQNEWKILEENLPGASGTPYHDGLFFFDAFFPPEYPKVPPHVYYHSGGLRLNPNLY
NCGKVCLSLLGTWHGGKEESWISEKSTMLQVLLSIQALVLNAKPYFNEPGYARSAGQAHGEKQAKSYNENTFVLSCKTMQ
YSLKRPPKHFEDLVAGHFRVRAHAILEACKEYLKGHDVGSLPEGEMEEDEEEFEITNDMPGGRKNFAFNLRTVIGNLIPF
LIKNGAKDCEKFIPLGDITRTAPLKI                                                      
>Acoe_009_00098                                                                 
MATNENLPPNVIRQLAKELKNLDETPPEGIKVVVNEDDFSTIFADIEGPAGTPYENGVFRMKLTLSKDFPNSPPKGYFQT
KIFHPNVANNGEICVNTLKKDWNPSLGLRHVLLVVRCLLIEPFPESALNEQAGKLLLENYEEYARHARLYTGIHAKPKQK
SKTGAISESTALNIDSTKNFAQNAGDTNTCSTVTVPSTNSLPALAEQACKGGTSVPDQSAVGGLTTETAVNASTAVQKPV
GGATKVLADKKKIDARKKSLKRL                                                         
>Acoe_009_00563                                                                 
MSTPARKRLMRDFKRLQQDPPAGISGAPQDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMFSENKREYNRRVREIVEQS            
>Acoe_010_00583                                                                 
MTSSSAPSRKALSKIACNRLQKELVEWQVNPPAGFKHKVTDNLQRWVIEVNGASGTLYANETYQLQVDFPEHYPMEAPQV
IFIPPAPQHPHIYSNGHICLDILYDSWSPAMTVSSICISILSMLSSSTAKQRPADNDRYVKNCRNGRSPKETRWWFHDDK
V                                                                               
>Acoe_010_00613                                                                 
MSGGGIARGRLAEERKAWRKNHPHGFVAKPETAADGSVNLMVWQCTIPGKTGTDWEGGYFPLTLHFSEDYPSKPPKCKFP
PQFFHPNVYPSGTVCLSILNEDSGWRPAITVKQILVGIQDLLDQPNPADPAQTDGYHMYIQEPEEYKRRIRQQAKQFPSL
VMYGFVAKPETAADGSVNLMVWQCTIPGKTGTDWEGGYFPLTLHFSEDYPSKPPKCKFPPQFFHPNVYPSGTVCLSILNE
DSGWRPAITVKQILVGIQDLLDQPNPADPAQTDGYHMYIQEPEEYKRRIRQQAKQFPSLV                    
>Acoe_010_00730                                                                 
MANTQAGLLLQKQLKDLNRHPVDGFSAGLVHDNNIFEWSVIISGPPDTLYDGGFFNAIMSFPSDYPNNPPSVRFTSDMWH
PNVYPDGKVCISILHAPGDDPHGYELASERWNPIHTVESIVLSIISMLATPNDESPANVEAAKEWRDNRDGFKKRVSRCV
RKSQEMF                                                                         
>Acoe_013_00261                                                                 
MSSPSKRREMDLMKLMMSDYKVEMINDGMQEFFVDFHGPTDSPYHGGVWRIRVELPDAYPYKSPSIGFVNKIYHPNVDEM
SGSVCLDVINQTWSPMFDLVNVFEVFLPQLLLYPNPSDPLNGEAAALMMRDKATYEQRVKEYCEKYAKPEDIGAANEDKS
SDDEELSEDDYDSSDEGMAGQADP                                                        
>Acoe_013_00906                                                                 
MAEKSCVKRLQKEYRALCKEPVSHVVARPSPSDILEWHYVLEGSEGTPFAGGYYYGKIKFPPEYPFKPPGITMTTPNGRF
ITQKKICLSMSDFHPESWNPMWSVSSILTGLLSFMMDNSPTTGSVSSTVAERQRLAKASLAFNCKNPTFKKIFPEYIEKF
NQQKLLEQSVLQQSSLKSSSKEESAPLPTSSNQDALDQGQNRGEALNDTKLKGPSKNYPFWTLLLLGSVFSIVMALPLIQ
L                                                                               
>Acoe_014_00693                                                                 
MANTQNYQDNTPASTNVQTLKNPTPVAKTVDSQSVLKRLQSELMSLMMGGDPGISAFPTEDNIFCWKGTITGSKETVFEG
TEYKLSLSFPTDYPFKSPKVKFETACFHPNVDVYGNICLDILQDKWSSAYDVRTILLSIQSLLGEPNTSSPLNTQAAALW
CNQEEYRKMVQKLYKPAV                                                              
>Acoe_016_00412                                                                 
MASKRISKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPPDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRSKYETTARSWTQKYAMG            
>Acoe_019_00116                                                                 
MGSVTQASLLLHKQLRDLMKNPVDGFSAGLVDDSNIFEWSVTIIGPPDTLYDGGYFNAVMSFPSNYPNSPPTVRFTSDVW
HPNVYPDGRVCLTILHAPEDDPNGYELASERWTPVHTVESIVLSIISMLSSPNDESPANVEAAKEWRERRDDFKKKVSRC
VKRSQEML                                                                        
>Acoe_021_00039                                                                 
MVDYARVQKELVECNRDKDISGVSIELDNGDDLSHLSGRITGPIASPYEGGIFQIDIRLPGGYPFEPPKMQFITKVWHPN
ISSQNGAICLDILKDQWSPALTLKTALLSLQALLSSPEPDDPQDAVVAQQYLRDYPTFVGTARYWTDTFAKRASVGTEEK
VQKLVEMGFPEVLVRKTLDIVGGDENLALEKLCTGMVDYARVQKELVECNRDKDISGVSIELDNGDDLSHLSGRITGPIA
SPYEGGIFQIDIRLPGGYPFEPPKMQFITKVCQNGAICLDILKDQWSPALTLKTALLSLQALLSSPEPDDPQDAVVAQQY
LRDYPTFVGTARYWTDTFAKRASVGTEEKVQKLVEMGFPEVLVRKTLDIVGGDENLALEKLCTG                
>Acoe_021_00244                                                                 
MANNNLPRRIIKETQRLLSEPAPGISASPSEENMRYFNVMILGPTQSPYEGGVFKLELFLPEEYPMAAPKVRFLTKIYHP
NIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLSENIAKHWKSNEAEAVETAKEWTRLYASGA       
>Acoe_022_00289                                                                 
MKDFKQFDAITGVSDHHYVASNLKGKELRKDVTKRIQREWKTLEDNLPTSIFVRVYEDRIDLLRAAIIGASGTPYYNGLF



FFDIFFPSDYPAQPPTVYYHSFGMRLNPNLYSNGYVCLSLLNTWSGKKKEKWSTESTIFQVLLSLQALVLNRKPYFNEPG
RGSLANKSAWERTSMAYNEEIWEKNCKTMMFLLHRPPQHFQALVNEHFREQGLIIVSACMAYVGGQVKVGDPVVLGATSS
SCGYKVSKKFRKSMLHLCPKLLDWFASKGASVENFKAEPLFITDATTVVKKKRQDGNGIRKAIKKLMQVFGWRKKDKGNK
DDENKLKTK                                                                       
>Acoe_022_00290                                                                 
MGRISENPHWTYVRRYDVRTSPYENTPAACCDVRTSCKEIFVTTRAMKKFKQFDSVTGFSDHHYVSSFLRKDVAKRIQKE
WKTLEDNLPESIFVRVSEARIDLLRAAIIGAPDTPYYNGLLFFDICFPSDYPAQPPTVYYHSFGMRLNPNLHSNGYVCLS
LLNTWFGKKEEKWSTESTILEVLLSLQALVLNRKPYFNEPGRGIWANISLWEKTSMAYNEEIWEKNCKTMLFLLHKPPQR
FQALVNEHFREQGPTILSACMAYVGGRVKVGDPVVNATSSSGAYKVSKKFTLSMHASPLPSAFGVICIKRSFG       
>Acoe_025_00177                                                                 
MIKLFKVKEKQREIAENANGRAPVKKQSAGELRLNKDISELNLPKTTTIAFPNGKDELMNFEVTIRPDEGYYRGGMFVFT
FAVSPIYPHEAPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNINTIVYGLHHLFTEPNHEDPLNHEAATVLRENPKQ
FESNVRRAMTGGYVGQTYFTKCTC                                                        
>Acoe_027_00057                                                                 
MEVRNSVGTPPPTSSKQVKTSPTPVDTNSVIQRLQKELMSLMMSGGDLGVSAFPESENIFSWVGTIEGGRGTPYEGLSYK
LSLRFPLDYPFKPPLVKFETMCFHPNVDQYGNICLDILQDKWSSAYDCRTVLLSIQSLLGEPNTDSPLNSYAASLWSNQE
DYKKMVQKQVVDGDPFESMEVRNSVGTPPPTSSKQVKTSPTPVDTNSVIQRLQKELMSLMMSGGDLGVSAFPESENIFSW
VGTIEGGRGTPYEGLSYKLSLRFPLDYPFKPPLVKFETMCFHPNVDQYGNICLDILQDKWSSAYDCRTVLLSIQSLLGGM
TSFLLLELF                                                                       
>Acoe_027_00179                                                                 
MSSPSKRRDMDVMKLMMSDYTVEPINDGINEFNVEFHGPKESLYEGGVWKVRVELPDAYPYKSPSIGFLNKIFHPNVDEL
SGSVCLDVINQSWSPMFDLLNVFEVFLPQLLLYPNPADPLNGDAASLMLKDKQQYEQKVKEYCERYAKRENITNTAEEES
SDEDLSDEQSEASSDDDVAGNADP                                                        
>Acoe_027_00316                                                                 
MGSVTQASLLLHKQLRDLMKNPVDGFSAGLVDDSNIFEWSVTIIGPPDTLYDGGYFNAVMSFPSNYPNSPPTVRFTSDVW
HPNVYPDGRVCISILHAPGDDPNGYELASERWTPVHTVESIVLSIISMLSSPNDESPANVEAAKEWRERRDDFKKKVSRC
VRRSQEMLMGSVTQASLLLHKQLRDLMKNPVDGFSAGLVDDSNIFEWSVTIIGPPDTLYDGGYFNAVMSFPSNYPNSPPT
VRFTSDVWHPNVYPDGRVCISILHAPGDDPNGYELASERWTPVHTVESIVLSIISMLSSPNDESPANVEAAVREESLNCV
NYNIC                                                                           
>Acoe_030_00135                                                                 
MSALKRITKELKDLEKDPLTSCSAGPIGEDMFNWQATIIGPTDSPFAGGVFVLSVHFPSEYPFKPPKVTFITKVFHPNVH
TNGSICLDILKASWSPALTLSKVLLSISSLLTDPNPDNPLVPEIGDMYKTNKAKYEATARSWTLKYATR           
>Acoe_031_00082                                                                 
MASKRISKELKDLQKDPPTSCSAGPVGEDMFHWQATIMGPTDSPFAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRAKYETTARSWTQKYAMG            
>Acoe_036_00157                                                                 
MEMFLSDSDSEISSQSSCSDYLDDIDSMYGGQAQSILSNLERSIGKIDDFLAFERGFIHGDIVCYETDPSGQLGRVVDVD
TVVDLETVHGEIVKEVDCKKLLKVCPFVVGDYIVHGPWLGRVCRVVDRLTILFDDGATCEVTAIIPNDIRPISTNVLEDS
QYPHYPGQRVQIRMSSALKSARWLCGEWKENRTEGTVCRVEAGMVYVDWVASAMIHCDVNVPAPPCLQEPEDLTLLSCFT
HANWQLGDWCILLFDNQRIGEKQVLNVCGTEHISEHFGRGLLQGNRKNSYETLYVIVKKRTKVDVLWQDGTRSNGLDSQC
LVPVNSVGDHEFWPEQFVLEKSSDDQHLSSIQRSGYVKSVDAKERTVRLKWTTHARNGTNDSDENCNEETVSVYELVEHP
DYSYCLGDIVFRLGKTLSVIQADGQSEYEGLLTTETRSGSVKQFKEDHNTSKRASESSLKHENMCYLSCIGNVIGLKDEG
IVVTWASGLTSKVAPWEIVGIDKYEHPVAVPLLGEEDTEERLTQEMPEYDKRFSHQKDKDVLEYTGNSFGGDHNKDTWET
RGSLISQAAIGFFKKIAVNLFGMNESTSLSNTMESSPLSNRDSNQPRLTTGIEIESLYDKVKTKGSNLIAVPLPAVDDAQ
TGIKQQVEEPQEQKEPNCSYLGDIPALFKQFDTVDDLLDHYYVHGAGKESILPQVKRGWLKKVQQEWSILERDLPDTIYV
RVCEQRIDLLRAAIVGAPGTPYQDGLFFFDFYLPAEYPNEPPIVHYHSGGLRLNPNLYESGKICLSLLNTWMGAGTEAWN
PGSSTILQVLLSLQALVLNEKPYFNEAGYDNQVGRAEGEKNSITYNENVFLLSCRSMLYVLSKPPKHFEALVEEHFTRRS
HSILLACKAYMDGAPVGYAFGSESAGQKTQNSSSTGFKLMLAKLFPKLISGFTAKGIACSHFLESGNPCIENK       
>Acoe_037_00040                                                                 
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPPDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRSKYETTARSWTQKYAMGMASKRILKELKD
LQKDPPTSCSAGPVAEDMFHWQATIMGPPDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINSNGSICLDILKEQ
WSPALTISKVLF                                                                    
>Acoe_039_00188                                                                 
MANTNLPRRIIKETQRLLSEPAPGISASPSEENMRYFNVMILGPSQSPYEGGVFKLELFLPEEYPMAAPKVRFLTKIYHP
NIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLSENIAKHWKANEAEAVETAKEWTRLYASGAMANTNLP
RRIIKETQRLLSEPAPGISASPSEENMRYFNVMILGPSQSPYEGGVFKLELFLPEEYPMAAPKLGRICLDILKDKWSPAL
QIRTVLLSIQALLSAPNPDDPLSENIAKHWKANEAEAVETAKEWTRLYASGA                            
>Acoe_072_00036                                                                 
MTIGSGGSSVVVPRNFRLLEELERGEKGIGDGTVSYGMDDGDDLYMRSWTGTIIGPHSSVHEGRIYQLKLFCDKDYPEKP
PSVRFHSRINMTCVNHDSGMVEAKKFGMLANWQRQYTMEDILTQLKREMAAPHNRKLVQPPEGSFF              
>Acoe_075_00005                                                                 



MGKQHSPVDDDANNIAQCSGTSESKEQMDVVKDVSHIYRQDIVMGKRNNDTIMIGIVTEVAGDVDSDSDSSDDDDEEDEE
EEEEEEEEEDEDEEDEDGNGDDEMGENENDNANANPLDGHEGQDVKVAANGNKGNDYGCSYEPLPADQVRIVWIDHTESI
QNRGDVTVIDRVFFHGDIVAAASDPTGQVGVVEDVNISVDLLAANGSIIKDIPSKYVKRVRDFTVGDYVVLGPWLGKIDD
VLDNVTVLFDDGSICKVTKADPLVLKPCSKSILEDGHFPYYPGQRVRATSSSVFKNARWLSGVWKASRMEATVTKVTVGS
VFIYWIASAGYGPECATTPAEEQSPKNLKLLSCFAHASWQVGDWCFLPSPSVSSDTSSDKSHSGVECNNCISGDPESEHG
AERVPLEQSVKNHPSLQKRVTIDFDSSSSSVSLGPVPESRPFHRKKLRKVLVKREKKARKKDENYEKALMIVNSKTRVDV
VWQDGRRECGIVSTSLIPIENPGDQEFVAEQYVVEKATEDNNDMFAVRRVGVVKSVNAKERTACVRWLKPVSRPEDPREF
DKEEVVSVYELERHPDYDYCYGDVVVRLTPVSISAVGSVDLVKGSNTEFYIDEQVDLNESTSEGHSQCEDVEDASNTESY
ADFSDLSWVGNISGLKDGDIEVTWADGMVSTVGPQAIYVVGRDDDESIGPDAISDDDAASWETVNEDEMDAVENADEEAS
SPNSNSVITGEETTADLEESNSVQNGPMSIPLIALGFLTRLASGLFLRRKKQIDALNSDYSSENESESPETFDASERREF
SVESSSCQSNANDSYPAQILNEEQNALVSEASDTGLASEEPDALTMMQIYGNGSCSFKHFDTAKDPLDHFFIGANGQTNS
GRKWLKKVQQDWSILQKNLPDSIYVRVYEDRMDLLRAVIVGAYGTPYQDGLFVFDFHLPPEYPQVPPSVHYHSGGWRINP
NLYEEGKVCLSLLNTWSGKGNEVWDPSSSSILQVLVSLQGLVLNSKPYFNEAGYDKQVGTAEGEKNSLSYNENTFLLNCK
SIMYLLRKPPKDFEELIKDHFRRCGYYILKACDAYMKGYLIGTLKDDASLSDKSNENSTSVGFKLMLTKIMPKLIAALSD
VGADVDQFKHLL                                                                    
>Acoe_077_00060                                                                 
MAASKRITKELKDLQRDPPTSCSAGPVKEDLFKWEATIIGPQDSPFSGGVFSVSIHFPPDYPFKPPKVNFITKVYHPNIN
SNGSICLDILKENWSPALTIGKVLLSISSLLTDPNPDDPLMPGIANLYKTNKAMYEATAKSWTLKYAMK           
>Acoe_084_00002                                                                 
MASDVSQDLGSNQLKQEQDVFAEDPILPTATTEANSGSNIDVSMSPVNSTGDASECSDDIDGYNSDSSNYGDGMAYDDDY
IYDDEKDMQKLIDSVDLPAGVEVSIPWLEQPSSSQNPSATSTLSVPSQSSSHGKKEEAEVCLQESSETQTNHAGTSILIA
LSQSTACKGEEKPTSTSSSTVSGLSGSRRETEDKGGNDVVEKMRLFKQFDTVQNYSDHHFIHGDSKSKQAPQQWTKTIQQ
EWKILEKGLPDTIFVRVYEERMDLLRAVILGTSGTPYHDGLFFFDVFFPSDYPHVPPLVYYHSGGLRLNPNLYDDGKVCL
SLLNTWPGQKEENWIPGKSTMLQVLLSIQALVLNEKPYFNEPGFEESAGKKEGEVSSQDYNESTFILSCKTMLYTLRRPP
KHYEDFVAGHFRLRAHTILEACKAYMEGVKVGCYSGSMQDMDEQAIGGSSKLIVEICNILPRMVQTFSRNGAPDCEQFLP
TPQMASDVSQDLGSNQLKQEQDVFAEDPILPTATTEANSGSNIDVSMSPVNSTGDASECSDDIDGYNSDSSNYGDGMAYD
DDYIYDDEKDMQKLIDSVDLPAGVEVSIPWLEQPSSSQNPSATSTLSVPSQSSSHGKKEEAEVCLQESSETQTNHAGTSI
LIALSQSTACKGEEKPTSTSSSTVSGLSGSRRETEDKGGNDVVEKMRLFKQFDTVQNYSDHHFIHGDSKSKQAPQQWTKT
IQQEWKILEKDTIFVRVYEERMDLLRAVILGTSGTPYHDGLFFFDVFFPSDYPHVPPLVYYHSGGLRLNPNLYDDGKVCL
SLLNTWPGQKEENWIPGKSTMLQVLLSIQALVLNEKPYFNEPGFEESAGKKEGEVSSQDYNESTFILSCKTMLYTLRRPP
KHYEDFVAGHFRLRAHTILEACKAYMEGVKVGCYSGSMQDMDEQAIGGSSKLIVEICNILPRMVQTFSRNGAPDCEQFLP
TPQ                                                                             
>Acoe_084_00007                                                                 
MDDPDVIEIMPSDYKTSTPRKRKKPKVVPLDVIEIDDDDESTKVIIIDEKVSPCNKGKAKLTGYSNNWENQVKEALAQEF
TVPATASELGLINDFSLNPLLSSAMGSDNLRYLYGASLTSPNYGFNHFPDSYNGALHYDGTTSSHAPFEAMELSLGLGAP
FPWFEQTAEVFTKEVNSSIASSPNLLFSSYYEDKEDKFWLQKSAKSQKKAASTSCSTFPSQPSHTANNEGDKDEVLKKYR
LFKRFDTVSDYSDHHYSKEGSKSKQPALKWAKAIQQEWKILEKDLPDTIFVRVYEERMDLLRAVIVGAAGTPYHDGLFFF
DFLFSSTYPSVPPKVHYHSGGLRLNPNLYNCGKVCLSLLNTWQGSKEEKWTPRKSTVLQVLLSIQALVLNAKPFFNEPGW
APMAGGVEGEKRARDYNENTYILSCRTMLYTLNRPPKHFEEFVAGHFRDRAEAILVACKAYMDGAQVGCLAEGGVQDLDE
GDKSCSANFKMQVGTIVGNLVPAFIKNGSKDCEKFLPQTNDNRNIAYTTMPTAYALPTAYAFW                 
>Acoe_084_00010                                                                 
MEPPTFAANKSKFHSDCDFSMDDPDVVEIMASNCKNPTSTSRKRKKSKVVPLDVIEIDEDDESTGVIIIDENVSPGNKGK
DKLTGHSNNRKEVLAQEFTVSSSATELGFINDISLNPLLSSAMGSNSLRYLSGVSLTSPNYGFNYFPYSYNGALHYDGTT
SSHAPFEVMELSLGLGAPFPGFEQPAEIFSKEVTSSIASNHNLLSSSYYEDKEDEFWLQKSAKSQKKEASTSCSFPGQPS
HTTNSEEDKDEVLKKYRSFKRFDTVGDYSDHHYAYEGSKSNQPARNWAKAIQQEWKILENDLPDTIFVRVYEERMDLLRA
VIVGAAGTPYHDGLFFFDFKFSSTYPSVPPKVHYHSGGLRLNPNLYDCGKVCLSLLNTWEGRKEEKWTPRKSTVLQVLLS
IQALVLNAKPFFNEPGYASMAGGVTGEKMARDYNESTYILSCRTMLYTLNKPPKHFEEFVAGHFRDRAEAILVACKAYMD
GAQVGCLVEGGVQDLDEGDKSCSANFKMQVGTIVGNLVPAFIKNGSKDCGKFLPQTNNNKSIAYTTMPTAYALQPAYPLP
PAYALPTAYAFWMEPPTFAANKSKFHSDCDFSMDDPDVVEIMASNCKNPTSTSRKRKKSKVVPLDVIEIDEDDESTGVII
IDENVSPGNKGKDKLTGHSNNRKKSAKSQKKEASTSCSFPGQPSHTTNSEEDKDEVLKKYRSFKRFDTVGDYSDHHYAYE
GSKSNQPARNWAKAIQQEWKILENDLPDTIFVRVYEERMDLLRAVIVGAAGTPYHDGLFFFDFKFSSTYPSVPPKVHYHS
GGLRLNPNLYDCGKVCLSLLNTWEGRKEEKWTPRKSTVLQVLLSIQALVLNAKPFFNEPGYASMAGGVTGEKMARDYNES
TYILSCRTMLYTLNKPPKHFEEFVAGHFRDRAEAILVACKAYMDGAQVGCLVEGGVQDLDEGDKSCSANFKMQVGTIVGN
LVPAFIKNGSKDCGKFLPQTNNNKSIAYTTMPTAYALQPAYPLPPAYALPTAYAFWMEPPTFAANKSKFHSDCDFSMDDP
DVVEIMASNCKNPTSTSRKRKKSKVVPLDVIEIDEDDESTGVIIIDENVSPGNKGKDKLTGHSNNRKSAKSQKKEASTSC
SFPGQPSHTTNSEEDKDEVLKKYRSFKRFDTVGDYSDHHYAYEGSKSNQPARNWAKAIQQEWKILENDLPDTIFVRVYEE
RMDLLRAVIVGAAGTPYHDGLFFFDFKFSSTYPSVPPKVHYHSGGLRLNPNLYDCGKVCLSLLNTWEGRKEEKWTPRKST
VLQVLLSIQALVLNAKPFFNEPGYASMAGGVTGEKMARDYNESTYILSCRTMLYTLNKPPKHFEEFVAGHFRDRAEAILV
ACKAYMDGAQVGCLVEGGVQDLDEGDKSCSANFKMQVGTIVGNLVPAFIKNGSKDCGKFLPQTNNNKSIAYTTMPTAYAL
QPAYPLPPAYALPTAYAFW                                                             
>Acoe_091_00052                                                                 
MGSEGSRVVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDIYMRSWTGTIIGPPNTIHDGRIYQLKLFCDIDYPDKAPK



VKFQTRINMTCVNQETGYVEPSRFQMLADWQREYTMEDILTQLKKEMTSPQNRRLSQPPEGNEEQRADEKGLVLKCCIL 
>Acoe_133_00017                                                                 
MACCSSSSQLRLMSDLKSIVNEPPEGCSASPLSDDNLFVWSATIFGPDETPWEGGVFSLRIIFGDNYPEKPPRVRFTSEI
FHPNVYHDGTLCMDIIQDAWSPCHNICTILTSVQSLLTDPNPTSPANPEAAQLFQHDIQAYNRRVRRCARRSTESM    
>Bdis_1g00620                                                                   
MSSPSKRREMDLMKLMMSDYKVEMVNDGMQEFYVHFHGPNDSIYQGGVWKVRVELTEAYPYKSPSIGFTNKIYHPNVDEM
SGSVCLDVINQTWSPMFDLVNIFEVFLPQLLLYPNPSDPLNGDAAALMMRDQSAYDQKVREYCQRYAKPEDAGVDEEEEE
PSDEELSDAEGYNDSGDEAIMGNPDP*                                                     
>Bdis_1g06090                                                                   
MSTPARKRLMRDFKRLQHDPPAGISGAPQDNNITLWNAVIFGPDDTPWDGGTFKLTMQFTEDYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMYSENKREYNRKVREIVEQSWTAD*       
>Bdis_1g11410                                                                   
MGSEGSAGVVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDIYMRSWTGTIIGPPNTVHEGRIYQLKLFCDTDYPDKPP
TVRFQARVNMTCVNQETGMVDPSRFPMLGNWRREHTMEDILISLKKEMSAPQNRRLHQPHEGNDDQRVEQKGLAIRCVIM
*                                                                               
>Bdis_1g12480                                                                   
MTSSSSSSSPSRKALSKIACNRLQKELAEWQLGPPGGFKHKVSDNLQRWVIEVAGAAGTLYAGETYQLQVDFPEHYPMEA
PQVIFLHPAPMHPHIYSNGHICLDILYDSWSPAMTVSSVCISILSMLSSSPAKQRPADNDRYVKNCRNGRSPKETRWWFH
DDKV*MTSSSSSSSPSRKALSKIACNRLQKELAEWQLGPPGGFKHKVSDNLQRWVIEVAGAAGTLYAGETYQLQVDFPEH
YPMEAPQVIFLHPAPMHPHIYSNGHICLDILYDSWSPAMTVSSVCISILSMLSSSPAKVCIVPPHTPPFKCRIMLSNSRH
VLVAATSS*                                                                       
>Bdis_1g23630                                                                   
MSSSSSFPTSRFPFAAGGAGAGGPGGGGGSGSSMRPWGSSGGTSVSSSGKRIQKELLDLNASDCSAGPKGDNLYHWLSTI
IGPQGSPYEGGIFFLDIVFPLDYPFKPPAVTFKTRIYHCNVDSTGTVSLEILKDGWSPALTISKVLLAIKAIITNPDPYN
PLVERIARLYLTDRAKHDEIAAEWTMRFAR*                                                 
>Bdis_1g31220                                                                   
MAQAARLNLRMQKEIKLLLSDPPPGVSLNLSEDERAVSSLSSIETRIEGPEGTVYSKGVFVLKIQIPERYPFQPPNVTFV
TPIYHPNIDNGGRICLDILNLPPKGAWQPSLNISTVLTSIGLLLSEPNPDDGLMAEISREYKYNRQVFDINARSWTEKYA
NPAAVGTSGWSSLDVSVLAQNTQVEEKQNLESLPEACNKDSEGSRKKRRLLGMKLSLKSEGSEENATARKQDTMAGHLPS
TARSSVPTICLSDVSVKRDTTSKNMSVCADSGVISKKGYQANRKNLQLLGQRLSVRSEAPNQTRSCSVGDKLTNHLPVSA
SDTKDHVTQSSDDVLAKSMAKSIDGSSDCVSKLSEGKITDVRSHGQKMPLKLVKLESKSNDQKENMAPDHLPSLSGFNSL
QKRSTDVSRKNSIGGADMIQQHSHTEHVHPITQLVPNRECNQGRKKLSALSKRLSLKSELSGMERTSDKGHKLADCSGDR
KPNEAPPSAPVPVSQKMDSGSVDSQKSVSQSNSPIKQNATARKNAIGSHREDSTGLVRPQKIVGQSNCSIKQNATPVENV
VSSIKQSAVPVENAVVSDSEDSADEREKRPSRSKLSLMKRRLAGKLRS*                               
>Bdis_1g31570                                                                   
MATNENLPPNVIRQLAKELKNLDDSPPEGIKVIVNDDDFATIFADIEGPSGTPYENGIFRMKLILSRDFPHSPPKGFFTT
KIFHPNIATSGEICVNTLKKDWNPSLGLRHVLLVVRCLLIEPFPESALNEQAGKLLLENYEEYARHARLFTGIHALKPKN
KPKIGAISESNTALNRDQSNTVLNEISTSSASKAFGSNLQDQNTAPSAVLGGTSAVVKKDGPLTVKGPVDKKKMDARKKS
LKRL*                                                                           
>Bdis_1g31580                                                                   
MATNENLPPNVIRQLAKELKNLDESPPEGIKVIVNDDDFTTIFADIEGPAGTPYETGVFRMKLLLSRDFPHSPPKGFFST
KIFHPNIATSGEICVNTLKKDWNPSLGLRHVLLVVRCLLIEPFPESALNEQAGKMLLENYEEYARLARLYTGIHAHKPKN
RSKTGAISESTTALNVDQTNNATSLSENAASAPAVVSTSSATKILVSQDQNAAPSDHVVGASAPPKKDGLLAARIPVEKK
KMDARKKSLKRL*                                                                   
>Bdis_1g39270                                                                   
MASKRILKELKDLQRDPPTSCSAGPVAEDMFHWQATIMGPADSPYAGGVFLVTIHFPPDYPFKPPKVAFKTKVFHPNINS
NGSICLDILKEQWSPALTVSKVLLSICSLLTDPNPDDPLVPEIAHMYKSDRGKYESTARSWTQKYAMG*           
>Bdis_1g46730                                                                   
MADRGCLKRLQKEYHALCKEPPPQIVARPLPNDILEWHYVLEGSAGTPFEGGFYYGKLKFPSDYPFKPPSISMTTPSGRF
APHKRICLSMSDFHPESWNPMWSVASILTGLLSFMMDDALTTGSIRSTDGEKRRLAKASLAYNCESKNCPHFRKLFPEYV
EKYNQQQEMEQTVAEPEPQENTAPAPSLAVQPAAAVPNNVGQPVAEARVEKKQKKRVPFWMMVVIVSVFGAVMALPLMQL
*                                                                               
>Bdis_1g56510                                                                   
MSTPSRKRLMRDFKRLQHDPPAGISGAPHDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSVQSLLCDPNPNSPANSEAARLFSENKREYNRKVREIVEQSWTAD*MSTPSRK
RLMRDFKRLQHDPPAGISGAPHDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPTVRFVSRMFHPNIYADGSI
CLDILQNQWSPIYDVAAILTSVQTI*                                                      
>Bdis_1g57620                                                                   
MNETSSATLKSYRQMQLSVLYSVSGCFAGLLTEENLFEWSATILGPYETPCEGGVFELRLKFPATYPQAPPGVRFISEVY
HPNVSTRGEICADIFRNAWSPCNTVSSILASIQSLLNDPNPLHPKNPVAAQLYISDRIAYNKKVRVCAEKTTELAGPSST
SQQ*                                                                            
>Bdis_1g64440                                                                   



MAATGKFNRSNPAVKRILQEVKEMQSNPSPDFMALPLEEDIFEWQFAILGPRDSEFEGGVYHGRIQLPSDYPFKPPSFML
LTPSGRFEIQKKICLSISNYHPEHWQPSWSVRTALVALIAFMPTNPGGALGSLDYKKEDRRALALKSRETPPKFGSPERQ
RVIDEIHEQMLSKAPPVPQLLTNGPDEEANKLTPHDASVEHAVKAAEGVKTSDTSSGSAIADLPKPALEAEVAENIVETQ
ARSDAVTNHSTADQSPRESIQRVATTPQIPAIAIQKPKHDRLLTLAAFGLTLAIMALVIKKFFKINGLAGYIEGKF*   
>Bdis_1g75170                                                                   
MSSPSKRREMDLMKLMMRDYKVEMVNDGMQEFFIEFRGPNESLYQGGVWKVRVEFPDAYPYRSPSVGFCNKIYHPNVDEL
SGSVCLDVINQTWSPMFDLVNVFEVFLPQLLLYPNPSDPLNGEAAALLMRDRAAYEQKVKECCEKYAKPEDAGITPEDNS
SEEEPSEEADDDSGDDEPILGHPDP*MSSSHWLIRVLLNLTGLYQGGVWKVRVEFPDAYPYRSPSVGFCNKIYHPNVDEL
SGSVCLDVINQTWSPMFDLVNVFEVFLPQLLLYPNPSDPLNGEAAALLMRDRAAYEQKVKECCEKYAKPEDAGITPEDNS
SEEEPSEEADDDSGDDEPILGHPDP*                                                      
>Bdis_1g77010                                                                   
MSGGIARGRLAEERKAWRKNHPHGFVAKPETLGDGTVNLMVWHCTIPGKQGTDWEGGYFPLTLNFSEDYPSKPPKCKFPQ
AFFHPNVYPSGTVCLSILNEDSGWRPAITVKQILVGIQDLLDQPNPADPAQTDGYHLFIQDPTEYKRRIRLQAKQYPPLV
*                                                                               
>Bdis_2g01840                                                                   
MEDLPNGSVDIAEKSQENERSADAGEPEEVADIFVYREDVVSLKSKQDARGLVLEVAGEYDSESSITDDDTDTEENEHKS
ARRTENGGADGDNASNGVDVDSQSSLPDNKVRVLWIDGTEKTEDIDSVIIVDRSFLHGDIVASISDPTGQMGLVADVSLV
VDLQGAHGEMIKGVSSKDLKRIREFNVGDYVVSGPWLGRVDEVFDNVNVLFDDGSVCKVSRADPMRLRLASGPMHPDTAC
PFYPGQRVKAVSSSVYKASRWLNGLWKANRLEGTVTKVETAAVIVYWIASAHCGTNQESVPPEEQNPKDLILLSCFSYAN
WQLTEWCLPQPYTSSCTDDAVTGGSKMKELNSEHSCLPSDIPESALNIQAEEAQMTKTDANPRQTDGDSPADRSNMSGGD
NTCVAKESESGTSISTIPKEGVHDNGTCRKKCRKVFVRKDKRTKRRDESFERALLITNTYTKVDVIWQDGTKEYGVNSTS
LIPIQSPNEHEFFPEQYAVDKVSDDVDESSQTKRVGLVRSVNAKDRTATVSWFKPSLHPEEPREIECNEVVSAYELDGHP
DYDYCYGDVVVRLPSVSPPLESTNGGNTMELDKKVESTGVSSASNAAPPAVGAEEQFPQNESSSEFPGLSWVGNIVGFQD
GEIEVFWGDGSVSKVGPHEIYVVGREDDGASLDDGAASDAASWETVDDNNEEDLPDDSAKDDSQNIAENIAGTENGSFNS
QDENSVTTGPLSVAFGFVTRLASELFARGKKHLDGSNSDAMDEVESHQSNEISESGDDIDKSEDENRMETSECTMVTADD
SAGKAVDVVMVDEPADSDCLKHFDVLQCPPDHHYLENTAQGIGGRRWVKKVQQEWSILEKNLPDYIYVRVFEDRMDLMRA
VIIGASGTPYQDGLFFFDFHLPPEFPQVPPSAYYHSGGLRVNPNLYVDGKVCLSLLNTWTGRGNEVWDPTSSSILQVLVS
LQGLVLNEKPYFNEAGYEKQVGTVEGEKNALPYNENTYLLSLKSMLYILRRPPMHFEDFVKSHYCKRGHYILKACEAYLQ
GNVVGTLTDDACSTERSKEHSCSMGFKLALGKILPRLITALKDTGADCSQYEHLGKTETVQES*MEDLPNGSVDIAEKSQ
ENERSADAGEPEEVADIFVYREDVVSLKSKQDARGLVLEVAGEYDSESSITDDDTDTEENEHKSARRTENGGADGDNASN
GVDVDSQSSLPDNKVRVLWIDGTEKTEDIDSVIIVDRSFLHGDIVASISDPTGQMGLVADVSLVVDLQGAHGEMIKGVSS
KDLKRIREFNVGDYVVSGPWLGRVDEVFDNVNVLFDDGSVCKVSRADPMRLRLASGPMHPDTACPFYPGQRVKAVSSSVY
KASRWLNGLWKANRLEGTVTKVETAAVIVYWIASAHCGTNQESVPPEEQNPKDLILLSCFSYANWQLTEWCLPQPYTSSC
TDDAVTGGSKMKELNSEHSCLPSDIPESALNIQAEEAQMTKTDANPRQTDGDSPADRSNMSGGDNTCVAKESESGTSIST
IPKEGVHDNGTCRKKCRKVFVRKDKRTKRRDESFERALLITNTYTKVDVIWQDGTKEYGVNSTSLIPIQSPNEHEFFPEQ
YAVDKVSDDVDESSQTKRVGLVRSVNAKDRTATVSWFKPSLHPEEPREIECNEVVSAYELDGHPDYDYCYGDVVVRLPSV
SPPLESTNGGNTMELDKKVESTGVSSASNAAPPAVGAEEQFPQNESSSEFPGLSWVGNIVGFQDGEIEVFWGDGSVSKVG
PHEIYVVGREDDGASLDDGAASDAASWETVDDNNEEDLPDDSAKDDSQNIAENIAGTENGSFNSQDENSVTTGPLSVAFG
FVTRLASELFARESGDDIDKSEDENRMETSECTMVTADDSAGKAVDVVMVDEPADSDCLKHFDVLQCPPDHHYLENTAQG
IGGRRWVKKVQQEWSILEKNLPDYIYVRVFEDRMDLMRAVIIGASGTPYQDGLFFFDFHLPPEFPQVPPSAYYHSGGLRV
NPNLYVDGKVCLSLLNTWTGRGNEVWDPTSSSILQVLVSLQGLVLNEKPYFNEAGYEKQVGTVEGEKNALPYNENTYLLS
LKSMLYILRRPPMHFEDFVKSHYCKRGHYILKACEAYLQGNVVGTLTDDACSTERSKEHSCSMGFKLALGKILPRLITAL
KDTGADCSQYEHLGKTETVQES*MEDLPNGSVDIAEKSQENERSADAGEPEEVADIFVYREDVVSLKSKQDARGLVLEVA
GEYDSESSITDDDTDTEENEHKSARRTENGGADGDNASNGVDVDSQSSLPDNKVRVLWIDGTEKTEDIDSVIIVDRSFLH
GDIVASISDPTGQMGLVADVSLVVDLQGAHGEMIKGVSSKDLKRIREFNVGDYVVSGPWLGRVDEVFDNVNVLFDDGSVC
KVSRADPMRLRLASGPMHPDTACPFYPGQRVKAVSSSVYKASRWLNGLWKANRLEGTVTKVETAAVIVYWIASAHCGTNQ
ESVPPEEQNPKDLILLSCFSYANWQLTEWCLPQPYTSSCTDDAVTGGSKMKELNSEHSCLPSDIPESALNIQAEEAQMTK
TDANPRQTDGDSPADRSNMSGGDNTCVAKESESGTSISTIPKEGVHDNGTCRKKCRKVFVRKDKRTKRRDESFERALLIT
NTYTKVDVIWQDGTKEYGVNSTSLIPIQSPNEHEFFPEQYAVDKVSDDVDESSQTKRVGLVRSVNAKDRTATVSWFKPSL
HPEEPREIECNEVVSAYELDGHPDYDYCYGDVVVRLPSVSPPLESTNGGNTMELDKKVESTGVSSASNAAPPAVGAEEQF
PQNESSSEFPGLSWVGNIVGFQDGEIEVFWGDGSVSKVGPHEIYVVGREDDGASLDDGAASDAASWETVDDNNEEDLPDD
SAKDDSQNIAENIAGTENGSFNSQDENSVTTGPLSVAFGFVTRLASELFARGKKHLDGSNSDAMDEVESHQSNEISESGD
DIDKSEDENRMETSECTMVTADDSAGKAVDVVMVDEPADSDCLKHFDVLQCPPDHHYLENTAQGIGGRRWVKKVQQEWSI
LEKNLPDYIYVRVFEDRMDLMRAVIIGASGTPYQDGLFFFDFHLPPEFPQVPPSAYYHSGGLRVNPNLYVDGKVCLSLLN
TWTGRGNEVWDPTSSSILQVLVSLQGLVLNEKPYFNEAGYEKQVGTVEGEKNALPYNENTYLLSLKSMLYILRRPPMNVR
LT*MEDLPNGSVDIAEKSQENERSADAGEPEEVADIFVYREDVVSLKSKQDARGLVLEVAGEYDSESSITDDDTDTEENE
HKSARRTENGGADGDNASNGVDVDSQSSLPDNKVRVLWIDGTEKTEDIDSVIIVDRSFLHGDIVASISDPTGQMGLVADV
SLVVDLQGAHGEMIKGVSSKDLKRIREFNVGDYVVSGPWLGRVDEVFDNVNVLFDDGSVCKVSRADPMRLRLASGPMHPD
TACPFYPGQRVKAVSSSVYKASRWLNGLWKANRLEGTVTKVETAAVIVYWIASAHCGTNQESVPPEEQNPKDLILLSCFS
YANWQLTEWCLPQPYTSSCTDDAVTGGSKMKELNSEHSCLPSDIPESALNIQAEEAQMTKTDANPRQTDGDSPADRSNMS
GGDNTCVAKESESGTSISTIPKEGVHDNGTCRKKCRKVFVRKDKRTKRRDESFERALLITNTYTKVDVIWQDGTKEYGVN
STSLIPIQSPNEHEFFPEQYAVDKVSDDVDESSQTKRVGLVRSVNAKDRTATVSWFKPSLHPEEPREIECNEVVSAYELD



GHPDYDYCYGDVVVRLPSVSPPLESTNGGNTMELDKKVESTGVSSASNAAPPAVGAEEQFPQNESSSEFPGLSWVGNIVG
FQDGEIEVFWGDGSVSKVGPHEIYVVGREDDGASLDDGAASDAASWETVDDNNEEDLPDDSAKDDSQNIAENIAGTENGS
FNSQDENSVTTGPLSVAFGFVTRLASELFARGKKHLDGSNSDAMDEVESHQSNEISESGDDIDKSEDENRMETSECTMVT
ADDSAGKAVDVVMVDEPADSDCLKHFDVLQCPPDHHYLENTAQGIGGRRWVKKVQQEWSILEKNLPDYIYVRVFEDRMDL
MRAVIIGASGTPYQDGLFFFDFHLPPEFPQVPPRTIILVVCV*                                     
>Bdis_2g04100                                                                   
MGRDGGEQLEGLPLATGFIFPLILSLKRLNEDVSEDEEEGNLFFQARAHLAGTPTAPGYRTGGVTDVDALLQELPLRGQL
IVRRPRCGRGVAGGRRRGLGLRPSEEEAEPVIDIDSDADADGVVVICEKAPVDKNKQHVAYPLHWPKLVKTSVASDIAGP
STYSSKNNARFIESFEEDEPLISMKMIMITMLYFLIFSTKLSSSQPSILWASAIQQEWKILEKDLPDTIFARAYEERIDL
LRAVIMGPAGTPYHDGLFFFDILFPAQYTITPPLVNYRSGGLHLNPNLYVCRKVCLSLLNTWSGSEDEMWDPDNSTMLQV
LVSIQALVLNAKPYFNEPGYAGTTNTPHGEKQSLSYNEDTFLLSCRTMLYSLRNPPKNFEDFVAGHFRKHRRNVLVACKT
YLDGAQVGCLVGNGIQDVDEGDKSCSLKFKASLKRLFEELLMEFTVKGNADCDKFLAEKKKSGAASSSRAIADTTL*   
>Bdis_2g05400                                                                   
MTTPSRKRLMRDFKRLMQDPPAGISGAPQDNNIMHWNAVIFGPDDSPWDGGTFKLTLQFNEEYPNKPPTVRFISRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMFSENKRDYNRKVREVVEQSWTAD*       
>Bdis_2g07870                                                                   
MDTGLLQQGSSSFLAPDGAAWGASQQQKRQRCEGSSNDQVGSSTSDVQMSESEQQDFDYVENEEEDYYMEDDDGDNEEED
ESEYEFDAADFNQQLADKFDDLDLPPGVEATVPWLQKLAAAEEEDDMSSLKTEDEIDKKYKSFRQFYTVEKFSDHHYAST
SVGKTSREWAKRIQHEWKLLEKDLPASIYVRVAEDRMDLLRAVIIGPKGTPYHDGLFFFDAQFTSSYPSAPPTVHYHSGG
LRLNPNLYNCGKVCLSLLGTWSGSGCEKWNPNQSTMLQVLVSIQALILNEKPYFNEPGYAGSANTPTGQQNSIEYNKNTF
LHSCRTMLYSLRRPPEHFAELVAGHFREHGRTILSACKHYMEGNLVGSVVPEEEESECNDTGASSSSSTPKQDPIKPDII
GRRNQFYTNLATLFEDLLMEFNVKGADTRKFVEEKRKKNQPAA*                                    
>Bdis_2g07970                                                                   
MVLKKLLKLFGVGKKKDPKKKGKSIDPLWQGAVPHSTVNGLLDPCSSGAGTVLSLQKLDPECSSIILSTINASHGSENDD
YKLFNQFDVVQDFSDHHYAKTSPGKTTKDWVKAIQNEWKLLQRDLPESIYVRVHEDRIDLLRAAIIGPSGTPYHDGLFFF
DIRFPPEYPRCPPKVHYHSGGLRLNPNLYESGKVCLSLLNTWWGTGCEKWGKSNSTILQVLVSIQGLVLNDKPYFNEPGN
KSSANTPLGEKNSMAYNQTTFVLSCRTMLYSLRKPPKHFETLVVRHFHERERAILDACDAYSSGMVVGSLVRDGVRYPCD
KCFAGFKKSLDAHTEHLAKELATNRARALELKRDAPAADEIVSTS*MVLKKLLKLFGVGKKKDPKKKGAVPHSTVNGLLD
PCSSGAGTVLSLQKLDPECSSIILSTINASHGSENDDYKLFNQFDVVQDFSDHHYAKTSPGKTTKDWVKAIQNEWKLLQR
DLPESIYVRVHEDRIDLLRAAIIGPSGTPYHDGLFFFDIRFPPEYPRCPPKVHYHSGGLRLNPNLYESGKVCLSLLNTWW
GTGCEKWGKSNSTILQVLVSIQGLVLNDKPYFNEPGNKSSANTPLGEKNSMAYNQTTFVLSCRTMLYSLRKPPKHFETLV
VRHFHERERAILDACDAYSSGMVVGSLVRDGVRYPCDKCFAGFKKSLDAHTEHLAKELATNRARALELKRDAPAADEIVS
TS*                                                                             
>Bdis_2g10220                                                                   
MARGENSESHGSGNVPAAAPAAVGKQAPAAARGADGQSVVRRLQSELMALMMGGDPGVSAFPEGDNIFQWVGTIDGSAAT
AYEGTSYRLALSFPSDYPYKPPKVKFETPCFHPNVDTHGNICLDILQDKWSSAYDVRTILLSIQSLLGEPNNDSPLNTQA
AALWANQEEFRKMVEKLYKPA*                                                          
>Bdis_2g16770                                                                   
MANSNLPRRIIKETQRLLSEPAPGISASPSEENMRYFNVMVLGPAQSPYEGGVFKLELFLPEEYPMAAPKVRFLTKIYHP
NIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLSENVAKHWKSNEAEAVETAKEWTRLYASGA*      
>Bdis_2g16950                                                                   
MATHPSKRSYLCAGSSTFDDPDVVEVSPTSAAAAGGWSSGHQKRKRSQVVPHEVIDLDGDDDPDGVTIIGQKAPAEKNKQ
ALGYPLDWPKHVKTSVADDIAGPSTYASKNTAIMGGLKKVIEYDYDDFTFDSFEEDGFFEDEYDYEDGYDYDATLFESEY
NYNLSAKFDDLDIPPGVEAPLPWLQKTAAEMSNKTKPIMIVDDKVDEKYNAFKQFDTVDCHSDHYYSKPELRRVQVVKKP
SKDWAKRIQHEWKVLEKDLPDTIFVRAYEDRMDLLRAVIMGPAGTPYHDGLFFFDIYFPPQYPNTPPLVSYRSGGLRLNP
NLYACGKVCLSLLNTWSGSGCEKWNPSNSTMLQVLVSIQALVLNAKPYFNEPGYANSANTPSGEKRSLTYNEDTFLLSCR
TMLYSLRNPPKHFENFVAGHFRKYGHNVLVACKAYLDGAQVGCLVGNGVQDVDEGDKSCSLKFKTSLKRLFEELLMEFTV
KGADCDKFLSEKAKSAAAATRATTDTTLRL*                                                 
>Bdis_2g16960                                                                   
MDLFAVDSDSESYTGTSDSEDQEECEFTYSDHAQSILSSLDESIGKIDDFLTFERGFLHGDIVCPVSDPSGQLGRVVGVS
MFVDLETNSGDIIKDVNSKQLSRVRSFVSGDCVVMGPWIGRVVRAFDLVTIVFSDGAKCEMLLRDSELLKPIPPIRFEDA
PYFYYPGQRVRIAHPSVSKSGTWLRGSWRASRDEGVVSDVDVGLVHVNWITSVTNVWGNQSASPSNFQDPKNLSLLSCFP
YANWQLGDWCTLSACLDGSLGTMDAVKSCFSTEEHKCNSHMQIDFGTSRSECSQTYVVAKTKSTFDVLWQNGNLSLGLEP
QTLAPVSTPGDHDFWPGQFVLEKLTAEEDAECQRIGTVRNVDALERTVNVKWTVPVDSDIIRHGSSPTEETVSAYELVEH
PDFSFCTGEVVIRSALNIDKSEADLTNGTMTVSRESLDTSSGFLSCIGNVLGYKDEGVEVQWASGAISKVQHFEIIGLER
LLDNSLGSMNEVHTSVDDEAEQDETQHESTKNALEESAEDCTGSLRSAFLFPKTAFVFLTNVASSLFGSQGSTSYSSVTA
DLQYQIVKTAELHPSAEELSEEKQSVELVTQIQKPQLPSENDIKRFDVVVDCSDHHFVKERGHENVKRGWLKKIQQEWTI
LQNDLPDDIYVRVYEERMDLLRACIIGAVGTPYHDNLFFFDIFFPPDYPHEPPSVHYHSGGLRLNPNLYESGKVCLSLLK
TWAGTGNEVWSPEGSTVLQLLLSLQALVLNEKPYFNEAGYDKFVGKADGEKNSITYNENAFLLSCKSMMYILHKPPKHFD
KFVKEHFAGRAPDILEACSAYLGGDLVGHARDTAYISDDGCKNCSTGFKIMLGKLLPRLAAAFSEAGITCGE*       
>Bdis_2g22187                                                                   
MASKRILKELKDLQKDPPTSCSAGPVGEDMFHWQAPIMGPPDSPYAGGVFLVNIHFPPDYPFKPPKV*            



>Bdis_2g22200                                                                   
MASKRILKELKDLQKDPPTSCSAGPAGEDMFHWQATIMGPPDSPYAGGVFLVNIHFPPDYPFKPPKVSFKTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRSKYETTARSWTQKYAMG*           
>Bdis_2g23240                                                                   
MATTPSQASLLLQKQLRDLSKNPVDGFSAGLVDDSNVFEWQVTIIGPPETLYDGGYFNAIMTFPQNYPNSPPSVRFTSEM
WHPNVYPDGRVCISILHPPGEDPNGYELASERWTPVHTVESIVLSIISMLSSPNDESPANIEAAKDWREKRDEFKKKVRR
LVRKSQEML*                                                                      
>Bdis_2g31570                                                                   
MDAAAECVILAPLCPLRKIVCRFWVPAHPRGRVVFVVVLPRRRCRRLGIRAAAAAEASALPGASMSDPSSSDLVGSSKEN
NSCKASEAELQNSDYGEVDEEDYGVDDEDEGSDYDFDESYFNQQLADKFDDLDLPPGVEATVPWLQKAVTNVEPENFKSM
SEIEDEIGQKYKFFKQFDTVEDFSDHHYANKPVGKTGKEWTKRIQHDWKLLENDLPASIYVRVSENRMDLLRAAMIGPQG
TPYHDGLFFFDAQFTDSYPATPPVVYYHSGGLRLNPNLYETGKVCLSLLGTWEGHGCEKWNSAQSTMLQVLISIQALVLN
ENPYFNEPGYETFANNTSGQRSALDYNDTTFQHSCRTMLYSLRRPPQHFEDLVAGHFRECGRAILAACKYYMEGNKVGSV
VPSNDNEDKELENTSAEGSSSSGAGKTQNKKVDLRAGRTVTFKTNMEVLFEELLMEFNVKGADTKKFCVEKLKKSQPAAS
*                                                                               
>Bdis_2g33600                                                                   
MSTPARKRLMRDFKRLMQDPPAGISGAPQDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARLFSENKREYNRKVREIVEQSWTAD*       
>Bdis_2g45550                                                                   
MASKRIQKELKDLQKDPPTSCSAGPVGEDMFHWQATIMGPSDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNVNS
NGSICLDILKDQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRHKYESTARTWTQRYAM*            
>Bdis_2g46290                                                                   
MANSNLPRRIIKETQRLLSEPAPGISASPSEENMRYFNVMILGPAQSPYEGGVFKLELFLPEEYPMAAPKVRFLTKIYHP
NIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLSDNIAKHWKSNEAEAVETAKEWTRLYASGA*      
>Bdis_2g54550                                                                   
MATAASQASLLLLKQLRDLAKHPVDGFSAGLVDDSNVFEWQVTIIGPPETLYDGGYFNAIMSFPQNYPNSPPSVRFTSEM
WHPNVYPDGRVCISILHPPGDDPNGYELASERWTPVHTVESIVLSIISMLSSPNDESPANIEAAKDWREKRDEFKKKVRR
AVRKSQEML*                                                                      
>Bdis_2g59350                                                                   
MVDVSRVQKELTECNRDSAISGVSIALHDGGSSISHLTGTIAGPQDTPYEGGTFRIDIRLPGGYPFEPPKMQFITKVWHP
NISSQNGAICLDILKDQWSPALTLKTALLSLQALLSTPAPDDPQDAVVAQQYLRDKSTFLNTARYWTEAFAKSDSTGMEE
KVQKLVEMGFPEDMVRSALLSVNGDENMALEKLCSS*                                           
>Bdis_3g01920                                                                   
MALRRIVKELKDLQRDPPTSCSAGPVSPEDMYQWQATIMGPAESPYAGGVFVASIQFPADYPFKPPKVAFRTKVFHPNIN
SSGSICLDILKDQWSPALTIAKVLLSVCSLLTDPNPDDPLVPEIAHMCKADRARYEQTARTWTHKYAMG*          
>Bdis_3g05680                                                                   
MATNENLPPNVIRQLAKELKNLDESPPEGIRVIVNDDDFTSISADIDGPGGTPYENGIFRMKLVLSHDFPQSPPKGFFVT
KIFHPNISSSGEICVNTLKKDWNPSHGLRHVLLVVRCLLIEPFPESALNEQAGKMLLENYEDYARHARLYTGIHALKPKN
KPKSGAITESTTALNVDQSNTIVGENPPTAQCATTTNKVPGSNSQDQNAPSDPALGSSAAVPKKEGPAATKAPVDKKKID
ARKKSLKRL*                                                                      
>Bdis_3g06520                                                                   
MDVSNASSNICLLDLVSFGKGLGNRGLIYPDTEPLPVGTFPLLRFDGSIVTKTAREIKVVDRSHLYPGMAVGSTSDLGGQ
MGVVTGVTTVVDLVKLDGRGELTEVVRGVSPRDLRRVRRLNIGDFVVSGPWLGRVVEASVDVDVLFEQDGSVCRVADAKP
ETLNILAATHVHYRPMMNVAFHPGQLVIGDPRAVFKASRWLRGCWKPGREVGLVAKVDVSGVLVSWIASKMHGAGFLVQA
SAPPAAYMQNPDDLTLLCAALDCSWGVADRCYLRAPAASSDHGPAASSPCFAHRRHLQEAPQTHGTCPDEQQDSEPSALA
HHVDVVPLRAKTKRLYYLGKQLSCKVFCNGRRHSRRRTRRRETIRRPRSYPEPEPELPMIVASTRTSVDVLWQDGTLQRG
TPSASVVECENGHEFFPGQHVIDNSSAPHVDGAESTGRVGVVRSMDYKDQTVRVSWFKAASACPEDVTVSAYDLETGPDR
PAYYGDVVVRRLLPSGSTDDGSSRVEPPVSAEDLSWVGRVVDLVDDGHAVRVRWGDGSMSTVLHHEISVVHKQSDAWVAM
GDWVEDDGIDAPEEPVATNADNDPPNLADAATEAITAAATRNDAGDNVGGQDSAEEGKKALDTICDDGLFRFAQFDVIKS
PPDHHYFDTTNKGGSSGKNWAKRVHKEWQILQNHIPETIYVRAYEDRMDLLRVAIVGASGTPYHDGLFFFDLQLPPSYPA
VPPQVYYHSFGLSLNPNLYASGTVCLSLLDTFGGGEDTEVWLPTTSSLLQVVVSIQGLVLTDQPYYNEAGHETLMGTPEG
HRKALPYNENAYLLTLRTALQLLRRPPRGFEGFVRDHFRSKGRFMLRACKEYLGACVVATLGSMAERPCSAGLRLALANL
VPSLAAAFKEIGAEGCSEFQQL*                                                         
>Bdis_3g22940                                                                   
MINLFKIKDQKKEESASAAGKAPVKKQSAGELRLNKDISELNLPKNTSISFPNGKDDLMSFEIVIRPDEGYYMSGSFGFT
FQVSPSYPHEPPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNINTVIYGLNLLFTQPNDEDPLNHEAAAVLRDNPKM
FEANVRRAMAGGYVGQHYFPRCA*                                                        
>Bdis_3g27770                                                                   
MSSPSKRREMDLMKLMMSDYKVEMVNDGMQEFFVEFRGPTESIYQGGVWKVRVELPDAYPYKSPSIGFINKIYHPNVDEM
SGSVCLDVINQTWSPMFDLVNVFEVFLPQLLLYPNPSDPLNGEAAALMMRDRPSYEQKVKEYCQKYAKPEDAGITPEDKS
SDEEELSEEEDDSGDEDILGKPDP*                                                       
>Bdis_3g27780                                                                   



MSSPSKRREMDLMKLMMSDYKVEMVNDGMQEFFVEFRGPTESIYQGGVWKVRVELPDAYPYKSPSIGFINKIYHPNVDEM
SGSVCLDVINQTWSPMFDLVNVFEVFLPQLLLYPNPSDPLNGEAAALMMRDRPAYEQKVKEYCQKYAKPEDAGITPEDKS
SDEEELSEDEDDSGDEDILGKPDP*                                                       
>Bdis_3g32080                                                                   
MSGGGIARGRLAEERKAWRKNHPHGFVAKPETVADGSVNLMVWHCTIPGKQGTDWEGGYFPLTLQFSEDYPSKPPKCKFP
QNFFHPNVYPSGTVCLSILNEDSGWRPAITVKQILVGIQDLLDQPNPADPAQTDGYHLFIQDPAEYKKRVRLQAKQYPAL
I*                                                                              
>Bdis_3g35220                                                                   
MINLFKIKGQKKEDAANTNGKPAAKKQSPGELRLHKDIAELNLPKTTQMSFPQGKDDLMNFEVTIRPDEGHYVGGKFVFT
FQVPPAYPHEPPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNINTIVYGLNLLFSQPNDEDPLNHEAAAVLRDNPQK
FARNVQRAMAGGYVDEIQFPRCM*                                                        
>Bdis_3g49600                                                                   
MQASRARLFKEYKEVQREKSADPDIQLICDDSNIFKWTALIKGPSETPFEGGVFQLAFSIPEQYPLLPPQVRFMTKIFHP
NVHFKTGEICLDILKNAWSPAWTLQSVCRAIIALMAHPEADSPLNCDSGNLLRSGDIRGYQSMARMYTRLAAMPKKD*  
>Bdis_3g56650                                                                   
MPTVDHRLKRILKEMSTLWIDLPDFCRPGASPVTDPFHFTVVIDGPDGSPYAGGTFPVDVVIPRYYPFRPPKLTFKTKVY
HPNIDEEGKMYLDIFRSNWSPALTISKVLVSVVSVLYDPLLDLPVRLGVAHQYKHQRDRFEKKARDWTRRYASTPVVSFY
PAKAGHSGLDYLVVVPRAIPPVKQRQTAFLPGWWPVSYTLCSRSRHRAIAPA*                           
>Bdis_4g00660                                                                   
MTSSSTASRKALSKIACNRLQKELAEWQVGPPAGFKYKVSDNLQRWVIEVGGAAGTLYAGETYQLQVDFPEHYPMEAPQV
IFLNPAPMHPHIYSNGHICLDILYDSWSPAMTVSSVCISILSMLSSSPAKQRPQDNDRYVRNCRNGRSPKETRWWFHDDK
V*                                                                              
>Bdis_4g02400                                                                   
MASSGDAAGVVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDIYMRSWTGTIIGPHNTVHEGRIYQLKLFCDKDYPDRP
PTVRFHSRINMTCVNPETGLVDQRKFGLLSNWRREYTMENILIQLKKEMAASHNRKLVQPPEGTFYG*            
>Bdis_4g13871                                                                   
MASRARLFKEYKEVQREKSADPDILLLCDDSNIFKWTALIKGPSETPFEGGVFELAFSIPEQYPLLPPQVRFLTKIFHPN
VHFKTGEICLDILKSAWSPAWTLQSVCRAIIALMAHPEADSPVNCDFGNLLRSGDIRGYQSVARIYTRLAAVPKKD*   
>Bdis_4g27430                                                                   
MANKRIQKELMDLQKDPPTSCSAGPAGADLFHWQATIMGPSDSPYAGGVFFVNIHFPPDYPFKPPKVNFQTKVYHPNINS
NGSICLDILKEQWSPALTISKVLLSISSLLTDPNPDDPLVPEIAQLYKNQRHRYEETATAWTQKYAMG*           
>Bdis_4g27530                                                                   
MTLGSSGAGSSVVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDIYMRSWTGTIIGPHNTVHEGRIYQLKLFCDKDYPE
KAPSVRFHSRINMTCVNHETGAVDPKKFGVLANWQRDYTMEHVLSQLKKDMSAQQNRKLVQPPEGTFF*MTLGSSGAGSS
VVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDIYMRSWTGTIIGPHNTVHEGRIYQLKLFCDKDYPEKAPSVRFHSRI
NMTCVNHETGAVLSLSLSMYMHGKSRTDV*                                                  
>Bdis_4g27897                                                                   
MANSILPRRIIKETQRLLSEPAPVISASPSGENMRYFNVMIFGPEQSPYEGGAYKLELFLPEEYPMAAPKGPKLGRICLD
ILKDKWSPGLQIRTVLLSIQALLSAINPDDPLSQQCCKAPEG*                                     
>Bdis_4g28010                                                                   
MINLFKIKGQKREEAANSNGGPPVKKQSPGELRLHKDIAELNLPKTTKISFPNGKDDLMNFEATLRPDEGYYVGGTFMFT
FQVPPSYPHEAPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNINTIVYGLNLLFSQPNDEDPLNHEAAAVLRDNPQK
FQRNVQMAMSGGYVDNTHFPRCK*                                                        
>Bdis_5g07210                                                                   
MDAEYSALEQGSSSCRTAAWVDSQSKQKRQRCQGSSSDQLGSSTSDSLQMAEPELQDFNYGEAEEEDYYMDDDDGDGDGD
ESEYEFDEADFNQQLADKFDDLDLPPGVEATVPWLQKIEDSGVSTTSELEFEDDITKKYKAFKQFYTVQNFSDHHYANKV
IDTTRREWAKRIQHEWKILEKDLPASIYVCVAEDRMDCLRAAIIGPKGTPYHDGLFFFDVQFTSSYPSSPPSVYYHSGGL
RLNPNLYNCGKVCLSLLGTWSGYGCETWNPAQSTMLQVLVSIQALILNEKPYFNEPGYASSANTASGEKNSVQYNKITFL
HSCRTMLYSLRRPPEHFADLVAGHFRLHGRTILAACQHYMEGHTIGSVVPEEDESEESGGGAGASSSSVAPPKEDQGLMD
VFGLFGTRRIQFVPDLKTLFEDLLMEFNVKGADTRKFLEEKLKKNQPAA*                              
>Bdis_5g19200                                                                   
MASGGIARARLAEERKSWRKNHPHGFVAKPDTLPDGSVNLMVWRCVIPGKQGTDWEGGYFPLTLEFNDDYPTVPPVCKFP
SGFFHVNVYDSGLVCLSILSSGWKPSITVKQVLVGIQELLDDANPNSAAQQRCYELYKKNMPEYKNRVREQAKRYPSRV*
>Bdis_5g25460                                                                   
MASKRILKELKDLQKDPPTSCSAGPVGEDMFHWQATIMGPSDSPFTGGLFLVNIHFPPDYPFKPPKVSFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRAKYESTARSWTQKYAMG*           
>Sbic_01g005570                                                                 
MSTPARKRLMRDFKRLQQDPPAGISGAPHDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMFSENKREYNRKVREVVEQSWTAD*MLMVVTS
YQREACLIGMEIIFSLGTFKLTLQFTEDYPNKPPTVRFVSRMFHPNIYADGSICLDILQNQWSPIYDVAAILTSIQSLLC
DPNPNSPANSEAARMFSENKREYNRKVREVVEQSWTAD*                                         
>Sbic_01g010300                                                                 



MGSEGSSGPVVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDIYMRSWTGTIIGPPNTVHEGRIYQLKLFCDTDYPDKP
PTVRFQTRINMTCVNQETGLVDPSLFPMLGNWEREHTMEDILVSLKREMSTPQNRRLYQPHEGNEDQRVEQKGLSVRCVI
M*                                                                              
>Sbic_01g011940                                                                 
MASPSSSSSSPSRKALSKIACSRLQKELAEWQVSPPAGFKHRVTDNLQRWVIDVAGAPGTLYTGETYKLQVDFPEHYPME
APQVIFLHPAPMHPHIYSNGHICLDILYDSWSPAMTVSSICISILSMLSSSPAKQRPADNDRYVRNCRNGRSPKETRWWF
HDDTV*                                                                          
>Sbic_01g020460                                                                 
MSSPSKRREMDLMKLMMSDYKVEMVNDGMQEFFVEFKGPTESIYQGGVWKVRVELPDAYPYKSPSIGFINKIYHPNVDEM
SGSVCLDVINQTWSPMFDLVNVFEVFLPQLLLYPNPSDPLNGEAAALMMRDRPAYEQKVKEYCEKYAKPEDAGITPEDKS
SDEELSEEEDDSGDEAILGNPDP*                                                        
>Sbic_01g030580                                                                 
MSGGIARGRLAEERKAWRKNHPHGFVARPETLADGSANLMVWNCTIPGKQGTDWESGYYPLTLHFSEDYPSKPPKCKFPQ
GFFHPNVYPSGTVCLSILNEDSGWRPAITVKQILVGIQDLLDQPNPADPAQTDGYHLFIQDPAEYKRRVRLQAKQYPALV
*                                                                               
>Sbic_01g037440                                                                 
MAATAKYNRSNPAVKRILQEVKEMQSNPSPDFMALPLEEDIFEWQFAILGPRDSEFEGGIYHGRIQLPSDYPFKPPSFML
LTPSGRFEIQKKICLSISNYHPEHWQPSWSVRTALVALIAFMPTNPGGALGSLDYKKEDRRALAIKSREAPPKFGSSERQ
KLIDEIHEQMLSKAPPVPQALPNVPNEESNQLPTPNASGEHADKVDEGDNTSGSMSGSLSGLPVPESESGVAENTGEASA
VEVANHHVPEASHRENIPTVPSSLQNPAVAIQKPKHDRLLTLAAFGLTLAIMALVIKKFLKINGLGGFIEGKF*MAATAK
YNRSNPAVKRILQEVKEMQSNPSPDFMALPLEEDIFEWQFAILGPRDSEFEGGIYHGRIQLPSDYPFKPPSFMLLTPSGR
FEIQKKICLSISNYHPEHWQPSWSVRTALVALIAFMPTNPGGALGSLDYKKEDRRALAIKSREAPPKFGSSERQKLIDEV
IPSQSSGSKCVPFLYLLTTYCFNHRSMSKCSVRLLLSPKRYQMCQTRSLTNYPHLTLLVSMQTR*               
>Sbic_01g047040                                                                 
MSSPSKRREMDLMKLMMSDYKVEMVNDGMQEFFVEFRGPNESIYQGGVWRVRVELPDAYPYKSPSIGFINKIYHPNVDEM
SGSVCLDVINQTWSPMFDLVNVFEVFLPQLLLYPNPSDPLNGDAAALMMRDRPAYEQKVKEYCEKYAKPEDAGVIPEDKS
SDEELSEDENDSGDEEIMGKPDP*                                                        
>Sbic_01g049010                                                                 
MSGGIARGRLAEERKAWRKNHPHGFVAKPETLPDGTVNLMIWHCTIPGKQGTDWEGGYFPLTLHFSEDYPSKPPKCKFPQ
GFFHPNVYPSGTVCLSILNEDSGWRPAITVKQILVGIQDLLDQPNPADPAQTDGYHLFIQDPTEYKRRVRLQAKQYPALV
*                                                                               
>Sbic_02g003870                                                                 
MSTPARKRLMRDFKRLQQDPPAGISGAPHDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARLFSENKREYNRKVREIVEQSWTAD*       
>Sbic_02g019480                                                                 
MASKRIQKELMDLQKDPPTSCSAGPAGEDLFHWQATIMGPSDSPYAGGVFFVNIHFPPDYPFKPPKVNFQTKVYHPNINS
NGSICLDILKEQWSPALTISKVLLSISSLLTDPNPDDPLVPEIAHMYKNQRQRYEETARAWTQKYAMG*           
>Sbic_02g020340                                                                 
MTPGSSAAGSGVVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDIYMRSWTGTIIGPHNTVHEGRIYQLKLFCDKDYPE
KPPSVRFHSRINLTCVNHETGVVDPKKFSVLGNWQREYTMEYILTHLKKEMASPQNRKLVQPPEGTFF*           
>Sbic_02g021080                                                                 
MANSNLPRRIIKETQRLLSEPAPGISASPSEENMRYFNVMILGPSQSPYEGGVFKLELFLPEEYPMAPPKVRFLTKIYHP
NIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLADNVAKHWKANEAEAVETAKEWTRVYASGA*MANSNL
PRRIIKETQRLLSEPAPGISASPSEENMRYFNVMILGPSQSPYEGGVFKLELFLPEEYPMAPPKVRFLTKIYHPNIDKVS
YPVLPLMVLGNTVLLNTHTHTAW*                                                        
>Sbic_02g037390                                                                 
MSSSSFPNSRFPFGAGARAPGGSGGGGGSSVRPWGSSGGTSVSSSGKRIQKELLDLNASDCSAGPKGDNLYHWLSTIIGP
QGSPYEGGVFFLDIVFPPDYPFKPPMVTFKTRIYHCNIDSTGKVHLDILKDGWSPAFTISKVLLAIKDIISNPDPYTPLV
MNISRQYLTDRAKHDEIAAEWTMRFAR*                                                    
>Sbic_03g000670                                                                 
MALKKLLQLFCVGKKDSKKKGKSIDPLWRASASLSSVSVTANKTHLDPCSSGTGTVCVQNHEPECSSMVSSWARTEHGTE
STDHMSFKQFDVVQDFSDHHYAKTSAGKVTKDWVKAIQSEWSLLQKNLPESIYVRVYEDRTDLLRAAIVGPAGTPYHDGL
FFFDVRFPSEYPKCPPKVYYHSGGLRLNPNLYESGKVCLSLLNTWWGNGCEKWGKSNSTMLQVLVSIQGLVLNDKPYFNE
PGNKNSAQTTAGERYSLAYNQTTFVRSCKTMLYSLRKPPKHFETLVMCHFLKHERAILDACSAYMSGTIVGSSVGSDLKY
ARDKCFADFHKSLTLYTEHLRTEFAANRRRMLELEREVSPAQEIVPSS*                               
>Sbic_03g000730                                                                 
MDTEYVNHLAGVEATVPWLQKIAPKEEAKEPPKSNTADENENKYTQFKQFDTVQNFSDHYYAKNSNGEPTRAWSKRVQHD
WKLLEKDLPAYIYVRVAEDRMDLLRAAIIGPKGTPYHDGLFFFDVHIPSNYPSGPPAVYYHSGGLRINPNLYDNGKVCLS
LLGTWSGRGCEKWNPAQSTMLQVLVSIQALILNDKPYYNEPGYESYANTPQGERSSMDYNDKTFLYSCRTMLYSLRRPPE
HFADLVAGHFRVHGHIILAACKHYMAGNDIGSVVPEDEDEEDSEYKSGDAGASSSSSTAPKPKPKPGLIKAIPPNGRSSG
SFNPSLKVLYEDLLMEFNVKGADTRKFIVEKLKKNQPAAT*                                       
>Sbic_03g003510                                                                 



MSTPARKRLMRDFKRLMQDPPAGISGAPQDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFNEEYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMFSENKREYNRKVREVVEQSWTAD*       
>Sbic_03g007490                                                                 
MENRPNGSVNNAEHNNQENEKSMDASEPEEARDVFVYREDVVSLKSKEDVRGLVLEVAGEYDSEGSITDDDIDTDEHKDN
KSAHGAENGGADGDNASNGAEVESQSSLPDDKVRVLWIDGSEKTEDIDEVVVVDRSFLHGDLVASASDPTGQMGLVLDVN
LVVDLQGANGDTIKGVSSKDLRRIREFNVGDYVVSGLWLGRVDEVLDNVNVLFDDGSVCKVNRADPMRLKPAFGPIHPDT
ACPFYPGQRVKAVSSSVFKTSRWLNGLWRACRLEGTVTKVESAAVIVYWMASAHFATDQQPVPPEEQNPKDLTLLSCFSY
ANWQLTDWCLPHRYTSCTNDTMVNSDKHTRQICTCSQSSAPLSDIPESQVDVQAEQDQMTDTDAGHKQTDVDSTADGLSM
SDGDNSCIAKESETGTSVSSIPKLGPQDNATSRKKFRKVFLKKDKRTKKRDDSFERALLIANTCTKVDVVWQDGTKECGV
AATSLIPIHSPNDHDFFPEQYVVDKVTNDDDSSEPRRVGLVRSVNAKDRTVTVSWFKPSLRLEEPMEIGCNEVVSAYELD
GHPDYDYCYGDIVVRLPPVSPVIESTNNKDQMELDKTVDSSEGFATSNDAPPDTSADEQLSQKEYCSQFTSLSWAGNIVG
FQDGEIEIIWGDGSISKVGPHEIYVVGREDDGASLDDGTASDGASWETLDDNEMDVLDDSAKDDSQNVPENSIERENGSF
SSQDGSSIATGPLSVAFGFVTRLASDLFARGRRHLDGSSNSDAMDEVESHRSNEASETGDDIDKINENHVESPEHAAVTE
NDSSVEKSVDVVLADNPEDPECFKHFDVLQCPPDHHYLENTAQGTGGRKWVKKVQQEWSILEKNLPDYIYVRVFEDRMDL
LRAVIVGASGTPYQDGLFFFDFHLPPEYPEVPPSAYYHSGGLRVNPNLYVDGKVCLSLLNTWTGRGNEVWDKSSSSILQV
LVSLQGLVLNEKPYFNEAGYEKQVGTVEGEKNAVPYNENTYLLSVKSMLYILRRPPLHFEDFVKSHFRKRGHYILKACEA
YLQGNVVGTLTDDACPTERSKEHSSSVGFKLALAKILPRLITALKDTGADCDQYEHLGKTETVRES*             
>Sbic_03g010800                                                                 
MARGENQESQTGNVPAASAASATGAKPASAGTGKGAEGQSVVRRLQSELMALMMGGDPGVSAFPEGDNMLHWVGTIEGSA
GTAYEGTSYRLALAFTAEYPYKPPKVRFDTPCFHPNVDVHGNICLDILQDKWSSAYDVRTILLSIQSLLGGKRSRDRFLP
FVRSIHRSRVLLACVFPLFFFSDRRIMIYYAEPNNDSPLNTQAAALWANQEGTRFDISLRSRQQSLARSIDFLF*     
>Sbic_03g027230                                                                 
MAQAKRLNLRMQKEIKLLLDDPPHGVSLNLSEDENVLSSLSSIEARIEGPEGTVYANGVFILKIQIPERYPFQPPNMTFV
TPIYHPNIDNGGRICLDILNLPPKGAWQPSLNISTVLTSIGLLLSDPNPDDGLMAEISREYKYNKQVFDINARLWTEKYA
SPAAVGASGWGSVDAGVLAQNTQMEGTDSLGSLPNTSQKVCEGSQRKMRLLGQKLSLKPERSEESMKTVKQDPVASHLPS
MAGSTYPNVCFSDASGRQNDTSENMSVSTASVVVSKKGHQGNKKDLQLPGQSLSVTSEGPCKSSDGSDMLPNHLPTYASG
AKDHAMQSSDGILENSLARRIGGSAASAYKVPEGNRRNIRALKLSLKSVNPEKKSDNQNENMAPNHLSSQSGFSNLQKRP
LDAVSRKKFSGGPALAQQNPNTEQQPSNTNIVSNEDCNQGLKMQRRRLSLKSELPRVDNACEKDSKPPNHPLSDKKLNEL
PSSAAIPKGELMAPNELPLSAPAVLKSQSKALGFAGGQKDSSSDNCSTKETTVAIEKVIVSDSEDSADERERPPRSRLSL
MRRRLAGKF*                                                                      
>Sbic_03g030010                                                                 
MASKRIQKELKDLQKDPPTSCSAGPVGEDMFHWQATIMGPSDSPYSGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKDQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRHKYENTARTWTQRYAM*MASKRIQKELKD
LQKDPPTSCSAGPVGEDMFHWQATIMGPSDSPYSGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINSNGSICLDILKDQ
WSPALTISKVGDYSHG*                                                               
>Sbic_03g030840                                                                 
MANSNLPRRIIKETQRLLSEPAPGISASPSEENMRYFNVMILGPAQSPYEGGVFKLELFLPEEYPMAAPKVRFLTKIYHP
NIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLSDNIAKHWKANEVEAVETAKEWTRLYASGA*      
>Sbic_03g031060                                                                 
MAEGSSRGYPSGSGDGWRLVLHDPDVVEVSAETAVEWSSSRSRRKKLKLPQSAVVYCPFGCCSDYYEEFLVVVVIPSDII
ELDDDDPDGVMIIGEKISNQKNEQEVVHMDWPEHTTELQSGMSTNLAGPSVIPVIDAFPWQGGHHNNVAGPSVIPATNFY
PWDGLGAYHGVLPWGYMPSTEMPHQPSQTKVVNTEIDEKYKTFKQFDTVSDYSDNFYALTGQRNVHAVKKPSKAWVKRIQ
HEWKVLEKDLPETIYVRVYEDRMDLLRAVIVGPAGTPYHDGLFFFDVYFPSRYPSKPPLVNYRSGGLRLNPNLYECGKVC
LSLLNTWSGTGCEMWNPSNSTMLQVLVSIQALVLNSKPYFNEPGYAMHANTSQGEKQSMAYNEETFLLSCRTMQYSLRNP
PKHFEDFIIGHFRNYGRKILKGCKSYMAGAQVGCLVGDGVQDVDEGDKSCSNNFKASLKPLFEDLLKEFTNIGVNCDEFR
NPGGTNIEADTILKL*                                                                
>Sbic_03g038120                                                                 
MASKRILKELKDLQKDPPTSCSAGPAGEDMFHWQATIMGPPDSPYAGGVFLVNIHFPPDYPFKPPKVSFKTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRPKYEATARSWTQKYAMG*           
>Sbic_03g039320                                                                 
MAATTSQASLLLQKQLRDLAKHPVDGFSAGLVDDSNVFEWQVTIIGPPDTLYDGGYFNAIMSFPQNYPNSPPSVRFTSEM
WHPNVYPDGRVCISILHPPGEDPNGYELASERWTPVHTVESIVLSIISMLSSPNDESPANIEAAKEWREKREDFKKKVRR
IVRKSQEMF*                                                                      
>Sbic_03g044480                                                                 
MVDVSRVQKELTECNRDREVSGVSIALHDGANISHLTGTIAGPADSPYEGGTFVIDIRLPGGYPFEPPKMQFVTKVWHPN
ISSQNGAICLDILKDQWSPALTLKTALLSLQALLSSPAPDDPQDAVVAQQYLRDYPTFAATARYWTEAFAKSASTGMEEK
VQKLVEMGFPEDLVRSTLKSVDGDENMALEKLCSG*                                            
>Sbic_04g001680                                                                 
MALRRIIKELKDLQRDPPTSCSAGPVSDDMFHWQATIIGPSDSPYSGGVFLVTIHFPPDYPFKPPKVAFKTKVFHPNINS
NGNICLDILKEQWSPALTVSKVLLSVCSLLTDPNPDDPLVPEIAHMCKTDRLRYESTARGWTHKYAMG*           
>Sbic_04g002380                                                                 
MDGTKEVGTTAAAAAAAAAQEPVAAAVAITGGETADSGNNAEGHDEDSSDGESDSEDKPTVTTRTTTDQVRSVVRALIRI



AGDVFALGGRRDSAGSKPPAAAAAMESVVEAATPLSRGYAASTSSTSTSSEVKAGDDFLRFDVVKCPLDHHFIDSMKQRH
SIPRRLFFFDLHLPPSYPAEPPLVNYRSFGLHVNPNLYPSSTVCLSLVNTFGGERAEELWSPEASSILQVVVSIQGLVLA
AQPYYNEPAHGAHAGTPQGRVYATSSRTTMLHLLRRPPAGFEAFVRDHFRSRGQHVLRACEAYQGGCLVGTLDEEGRPSP
TEGSRRRPCSAGFRLALLNVQPRLVEAFATIDAQGCKPS*                                        
>Sbic_04g011270                                                                 
MTLGSSGAGSSVVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDIYMRSWTGTIIGPHNTVHEGRIYQLKLFCDKDYPE
KPPSVRFHSRINMTCVNHETGVVDPKKFGLLANWQRDYTMENILTQLKKEMAASQNRKLVQPPEGTFF*           
>Sbic_04g026910                                                                 
MQASRARLFKEYKEVQREKSADPDIQLICDDSNIFKWTALIKGPSETPYEGGVFQLAFAIPEQYPLLPPQVRFLTKIFHP
NVHFKTGEICLDILKNAWSPAWTLQSVCRAIIALMAHPEPDSPLNCDSGNLLRSGDIRGYQSMARMYTRLAAMPKKG*  
>Sbic_04g029610                                                                 
MAPGVGGALRLRGTTTTTGARPDMSRLWTTRLQKELEGLWADPPEWCVPGADATDLFHWQVIVVGPRGSPYDGGVFAVRF
KFPRHYPLKPPKVTFATKFVRFQVYHPNIDPRTGRVCLDFLTDTCHGWPRHINPDAANLYRRKRLRYVEIARAKTLEHAT
ASSSSSSAAAAAASEKERRPQSRGVSLCRRLMTRVAFLHTSGVLDRGPA*                              
>Sbic_06g026250                                                                 
MASGGIARGRLAEERKSWRKSHPHGFVAKPETLPDGSVNLMVWKCVIPGKEGTDWDGGYFPLTLHFPEDYPSSPPICKFP
AGFFHVNVYPTGAVCLSILSSAWKASITVRQILIGIQDLLDNPNPASAAQDICYRLYKKDMPKYKDHVRQQAKRYPSVV*
>Sbic_06g026270                                                                 
MAYGGAARGRLAEERKAWRKRHPHGFVAKPATLPDGSVNLMLWNCVVPGKEGTDWEGGYFPLTLHFTENYPSNPPTCKFP
RRFFHVNVYDSGDVCLSILGDAWAPSITVPQILIGIQELLDNPNPASPAQDFAYDVFAKNMPEYKRRVREQAKRYPSLV*
>Sbic_06g026280                                                                 
MASGGVARARLAEERKSWRRSHPHGFVAKPATLPDGSVNLMLWNCIVPGKKDTDWEGGHFPLTLHFTEDYPSRPPDCKFP
AGFFHVNVYNTGSVCLSILADAWKPSITVRQILIGIQDLLDNPNPASPAQNLCYVLFTQNTPEYKNRVRQQAKRYPPLV*
>Sbic_06g032120                                                                 
MASKRILKELKDLQKDPPTSCSAGPVGEDMFHWQATIMGPSDSPFAGGVFLVNIHFPPDYPFKPPKVSFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRAKYESTARSWTQKYAMG*           
>Sbic_06g033510                                                                 
MTMGSAASDTVVVPRNFRLLEELERGEKGIGDGSVSYGMDDDGDDIFMRSWTGTIIGPLNCAHEGRIYQLKLVCDKDYPD
KPPAVRFHSRINLACVHPDTGVVEADKLPTLREWRREYTMEHLLTQLKKEMAAPHNRRLPQPPEGTFFSSDSNSSSTTTS
S*                                                                              
>Sbic_07g014850                                                                 
MINLFKIKGQKKDDSASTNGKHAAKKQSPGELRLHKDIAELNLPKTTKITFPNGKDDLMNFEATIKPDEGYYMGGKFAFT
FQVPPAYPHEPPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNINTIVYGLNLLFTQPNDEDPLNHDAAAVLRDDPKK
FEKNVRMAIAGGYVDETHFPRCM*                                                        
>Sbic_07g025410                                                                 
MARGENQEAQSGNVPDASSASAPKPASSSSSAGAGKGLEGQSVVRRLQSELMALMMGGDPGVSAFPDPDGDSMLHWVGTI
AGSAGTPYEGTSYRLALAFTAEYPYKPPQVRFDTPCFHPNVDVHGNICLDILQDKWSSAYDVRTVLLSIQSLLGEPNNDS
PLNTQAAALWANQEEFRKMVQKLYKPAA*                                                   
>Sbic_08g022460                                                                 
MACAYDDAVGQSICRGDTVTLPNPAAEAADGNHCGVVLGQGGPGPSKIRVRRLDGSKITVNASDVHVVDRSFMEPGMVVA
SSADIGGQLGIVMCTATELDLARLPSPADGNGNDDENATAPVVVARAVSPAEVRRVGGEFCVGDYVVSTTAAGEDEEAGV
WLGCVVEVCLDVDVVFDDGAKCRVTWGHTGELWTTARTVNKDGSRNKDLYPGQRVGGPPGVLRASRWLKGYWKPNHGGEG
TVSRVETTGVLVYWLASSSELDTATPPNLQSPCDLTLFRGNVSREYRYWGVGDRCFFRGGATAANFPGVSDDHDPELSSG
AAACGVTTTTTRRAAYREWRQRLWRQRSLDDDMGRRRRPLVVASTRTTVDVEWQDGTRQRGLPSTSVVDCQGETDHELFP
GQHVVRRTPATTTEAPPEEEEEEENVGVVRGYSYKDKTVRVTWGLLESEKEEETLSAYDVSSRVDDDSNMILYGDIVVRR
HRQLPSPSSTSTSDASADDLSWVGQYISSDEAQCINVKWGDGNTSKVLLREVTIIKEPCIDDLLDELGEWVDEDRDMSNA
IIDDAQENVVADDNNTGRDGSGDDSGSESDDSQDNGSTSMTRMNRIQVIIKAVFQLAGKVFAQGRMYLKIGFKEGEASRT
ELTATKSINNMSTHVVGDAGDVKETTTAEAGINGGVGELEGGVGSTMDDKMEADATVGDDKPFRFPQFEIMQQSPSDHHY
LDNTKQVTGGQRKWTKRVQKEWKILENNNLPDTIYVRVFEDRMDLLRVVMVGASGTPYHDGLFFFDVQLPPSYPAEPPLV
SYRSFGLHVNPNLYPSGTVCLSLLNTFGGQDVAELWSPEASTVLQVVVSIQGLVLTALPYYNEPAWSEAGTTMGQRNELP
YSESTFLQSLQTMLHLLRRPPAGFEEFVRDHFRRRGQYVIRACEAYRRDGCLVGMLDEEGNPTEEAGSSSEPRPCCCSAG
FRLALLNVLPRLVDAFASIDA*                                                          
>Sbic_08g022990                                                                 
MTSSSSPSRKALSKIACNRLQKELAEWQLNPPAGFKHKVSDNLQRWVIEVTGAAGTLYAGETYQLQVDFPEHYPMEAPQV
IFLNPAPMHPHIYSNGHICLDILYDSWSPAMTVSSVCISILSMLSSSPAKQRPADNDRYVRNCRNGRSPKETRWWFHDDT
V*                                                                              
>Sbic_09g007410                                                                 
MQASRARLFKEYKEVQREKSADPDIQLICDDSNIFKWTALIKGPSETPYEGGVFQLAFAIPEQYPLLPPQVRFLTKIFHP
NVHFKTGEICLDILKNAWSPAWTLQSVCRAIIALMAHPEPDSPLNCDSGNLLRSGDIRGFQSMAKMYTKLAAMPKKS*  
>Sbic_09g007960                                                                 
MDAAGYPHMQGSGSAASSSCRAADYSAGWDSAQQQKRQRCQGSSSNDQVGSSTENNSLEAPGSELKYDYGKNEEEDYYFE
DEDDGCYDEDDEGSDYELETADYNQLLADKFDHLDLPPGVEAAVPWLQKVERDGPGKFKSMSEIEEEIAKKYNFFKQFDT



VEDFIDHKYAKISVGNARKEWAKRIQHEWSLLEKDLPALIYVRASENRMDLLRAVMIGPQGTPYHDGLFFFDAHFPPSYP
AIPPVVHYHAGGLRLNPNLYACGKVCLSLLGTWQGQSCEKWNPAQSTMLQVLISIQALVLNEKPFYNEPGYERYANSAEG
LAYALDYNDTAFQYSCRTMLYSLRKPPQHFEDLVAGHFRERGHAILAACKYYMEGHEVGSKVPEEDEDTKGCQNGEGSSS
STTAKPQQNKPALRTNRNRNASFKTNLGVLFEELLMEFNVKGANTARFRAEKLKNQLAAA*                   
>Sbic_09g022600                                                                 
MASTTSQASLLLQKQLKDLAKNPVDGFSAGLVDDSNVFEWQVTIIGPPDTLYDGGYFNAIMTFPQNYPNSPPSVRFTSEM
WHPNVYPDGRVCISILHPPGEDPNGYELASERWTPVHTVESIVLSIISMLSSPNDESPANIEAAVSAHDIILSFLYRKTN
CRSSFVLLRVQR*MASTTSQASLLLQKQLKDLAKNPVDGFSAGLVDDSNVFEWQVTIIGPPDTLYDGGYFNAIMTFPQNY
PNSPPSVRFTSEMWHPNVYPDGRVCISILHPPGEDPNGYELASERWTPVHTVESIVLSIISMLSSPNDESPANIEAAKDW
REKRDEFKKKVRQCVRRSQEML*                                                         
>Sbic_09g023560                                                                 
MASKRILKELKDLQKDPPTSCSAGPAGEDMFHWQATIMGPPDSPYAGGVFLVNIHFPPDYPFKPPKVSFKTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRPKYESTARSWTQKYAMG*           
>Sbic_09g028100                                                                 
MKTRASKSYLCAGSSSFDDPDVVEVSPAAAAGWTPSHHKRKRSQVVPQEVIEIDDDDPDGVIIIADKAPVDKNKQTAVCP
CPMNWPKYGKSGWFPDIPGPSTYASKHTDSWVDHKVFQDEAVYNYSDEYPYEGFEEDYAYDEDEFEDDGYDAPLIESEFK
FGLSAKFDNLDVPPGLEASLSWTQKTAIEIANKTKPTKAVDDKIEEKYKAFKRFDTVDDHSDHYYSKPEKRRVQVVKKPS
KDWVKRIQHEWKVLEKDLPDTIFVRAYEDRMDLLRAVIMGPAGTPYHDGLFFFDIYFPPQYPNVPPMVNYRAGGLRLNPN
LYACGKVCLSLLNTWTGSGCEKWNPANSTMLQVLVSIQALVLNAKPYFNEPGYAMHANTVHGEKKSLTYNEDTFLLSCRT
MLYSLRNPPKNFEDFVAGHFRKYGRNILVACRAYLDGAQVGCLSGDGVQDVDEGDKSCSVRFKQSLKRLNEELLMEFTAK
GADCDKFLTEKARSGASTSAADTTLRL*                                                    
>Sbic_09g028110                                                                 
MDLFAIDSDSESYTGTSDSEDQECEFAYSDHAQNILSSLDESIVKIDNFLTFERGFLHGDIVCPVSDPSGQLGRVVGVSM
LVDLETSSGDIIKDVNSKKLSRVRSFVSGDRVVMGPWIGRVIRAFDLVTLLFSDGAKCEILLRDLDVLKPVPPILFEDAP
YFYYPGQRVRIVDPSVSKSATWLCGSWRPSRDDCIVSHVDVGLVHVNWITSVTNVWGDKSSSPSNIQDPKKLTLLSCFPY
ANWQLGDWCALMADNNGYLWMDSGKSCILSEDHKCDSHGHMYFESYGSDCSQTYVVAKTKSTVDVLWQNGTVSLGLEPQA
LVPVSTLGDHDFWPGQYVLEKLTVEDAAKCQRTAIVRDVDALERTVNVKWIDPAHSDTVSYGSDPAVETVSVYELVEHPD
FSFCTGEVVIRSAVNIDKSEADLTNGSLASKESLVTSSGFLSCIGNVLGYKDNGIEVQWANGVISKVQHFEIIGLDRLLD
NSSLESMNEEHTIGDSLGEAEQEEMHHEIALESTEDCTGSLCKATAFLFPKTAFDFLTNVAASLFGTRGSPSPSSVSVDP
RYEIVKMAEMQPCVEELPKEKQIVKFVAQIEKPILSSEDAISKRFDVVTDCLDHHFVKENGHESVTRGWLKKVQQEWSIL
QNDLPDGIHVRVYEERMDLLRACIVGAAGTPYHDNLFFFDIFFPPDYPHEPPSVHYHSGGLRLNPNLYESGKVCLSLLKT
WTGTGNEVWNAENSTVLQLLLSLQALVLNEKPYFNEAGYDKFVGKADGEKNSITYNENAFLLSCKSMMYVLHKPPKHFEK
LVKEHFTCRSLHILDACEAYLGGDLVGHAHDKAYISEDGSKNCSTGFKIMLGKLLPKLVTAFYEAGITSDP*        
>Sbic_10g006220                                                                 
MAEKGCLKRLQKEYHALCKEPPPQIVARPLPNDILEWHYVLEGSKGTPFEGGYYYGKLKFPPDYPFKPPSISMTTPSGRF
APHKRICLSMSDFHPESWNPMWSVASILTGLLSFMMDDALTTGSIKTSDAEKRRLAKASLAYNCESKNCPHFRKLFPEYV
EKYNQLQQLENTAAEPVPQENPAPAPSPAVQQAPVVANRAQPLAEARRDKNQKKAVPFWMVLVMFSVFGAVMALPLMQL*
>Sbic_10g020030                                                                 
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPSDSPYSGGVFLVSIHFPPDYPFKPPKVAFKTKVFHPNINS
NGSICLDILKEQWSPALTVSKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRVKYESTARSWTQKYAMG*           
>Sbic_10g026320                                                                 
MATNENLPPNVIRQLAKELKNLDESPPEGINVIINDDDFTTIFADIEGPAGTPYENGVFRMKLLLSRDFPHSPPKGFFLT
KIFHPNIATSGEICVNTLKKDWNPGLGLRHVLLVVRCLLIEPFPESALNEQAGKMLLENYEEYARHARLYTGIHALKPKN
KSKTGAISESTTALNVDKSSTASSENTPSMPPAVSTSTASRAFGTNLQDQNPTVSDPAVGAAAARKKDGPMASKVPVDKK
KMDARKKSLKRL*                                                                   
>Sbic_10g026330                                                                 
MVRIATNENLPPNVIRQLAKELKNLDDSPPEGIKVSVNDDDFTTIFADIEGPAGTPYENGLFRMKLLLSRDFPHSPPKGF
FLTKIFHPNIATGGEICVNTLKKDWNPGLGLRHVLLVVRCLLIEPFPESALNEQAGKMLLENYEEYARHARLYTGIHAIK
PKNKSKSGVISESTTALNVGQSNTVLGENTPLASAAISTSAAAKALGKNSLDQNAATSDPVVGASAAPKKDAPHAVKVPV
DKKKMDARKKSLKRL*MATNENLPPNVIRQLAKELKNLDDSPPEGIKVSVNDDDFTTIFADIEGPAGTPYENGLFRMKLL
LSRDFPHSPPKGFFLTKIFHPNIATGGEICVNTLKKDWNPGLGLRHVLLVVRCLLIEPFPESALNEQAGKMLLENYEEYA
RHARLYTGIHAIKPKNKSKSGVISESTTALNVGQSNTVLGENTPLASAAISTSAAAKALGKNSLDQNAATSDPVVGASAA
PKKDAPHAVKVPVDKKKMDARKKSLKRL*                                                   
>Sbic_10g028930                                                                 
MINLFKIKGQKKEEAASAAGKAPVKKQSAGELRLHKDISELNLPKTTSISFPNGKDDLMNFEIIIRPDEGYYMGGTFVFT
FQVSPSYPHDPPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNINTVIYGLNLLFTQPNDEDPLNHEAAVVLRDNPKM
FEANVKRAMAGGYVGQHYFQRCA*                                                        
>Osat_LOC_Os01g03520                                                            
MENLPNGSANIAEKNQDNEMSTDAGEPEEVADIFIYREDVVSLKSKEDTRGLVLEVAGEYDSEGSITDDDTDTEEHEHKS
SHRTENGGADGDNVSNGVDVDSQSSLPDNKVRVLWIDGVEKTEDIDSVVVMDRSFLHGDIVASATDPTGQMGLVADVSLV
VDLQGPHGEIIKGVSSKDLRRIREFNVGDYVVSGPWLGRVDEVLDNVNVLFDDGSVCKVARADPMRLRPALGPLNPNASC
PFYPGQRVKAVNSSVYKTSRWLNGLWKASRLEGTVTKVETVAVIVYWIASAHFATNQESVPPEEQNPKDLTLLSCFSYAN



WQLTDWCLPNQYTSSCTDDSLIESSEIKDSDDIPESSDVKTELTQKTDMDENPGRMDGDSSADGSNMVYEDNTCLAKQSE
SGTIASTVPKEGSQDNATYRKKLRKVFVKKDKRTRRRDESFERALLIANTYTKVDVIWQDGTKECGASSTLLIPIHSPND
HEFFPEQYVVDKVGNDVDDSSETKRVGLVRSVNAKDRTASVSWFKPSLHPEEPREIECNEIVSAYELDGHPDYDYCYGDV
VVRLPSVSLPVESTNRENTMELDNVNSTEVSATPVADAEEQFPQKESSLEFTSLSWAGNIVGFEDGDIIVIWGDGSVSKV
GPHEIYVVGREDDGASLDDGTASDGASWETVDDNQTDLPDDSAQDDSQNVADSNIERENGSFNSQDGSSVATGPLSVAFG
FVTRLASELFARESGDDIDKAEGENNVATSESTVVTTNDASGGKSVDVDMADKPGDSDGFKHFDVQQCPPDHHYLENMAQ
GTGGRKWVKKVQQEWNILEKNLPDYIYVRVFEDRMDLIRAVIIGASGTPYQDGLFFFDFHLPPEFPQVPPSAYYHSGGLR
VNPNLYVDGKVCLSLLNTWTGRGNEVWDPSSSSILQVLVSLQGLVLNEKPYFNEAGYEKQVGTVEGEKNALPYNENTYLL
SLKSMLYILRRPPMHFEDFAKSHFSKRGKYILKACEAYLQGNGVGTLTDDACTTERSKEQPCSVGFKLALAKIMPRLITA
LKDAGANCDQYEHLGKTETAQEH*                                                        
>Osat_LOC_Os01g12950                                                            
MAAAAVGVASRARRSSGPRGVAFCRWTNGLLHPRFVFPEAAAVAGSWAGSAQGAFCVKWVLRMVLNKVLELFCVKKKDSK
KKGKAINPLCKVAAPHPTANVSTNNSLLDPFSTGNGTVLSVQKHEPECSSVISSMTRTEYGFESDGCNSFSHFDVQDFSD
HYYAKNSPGKTSKDWVKTIQNEWRLLQKDLPESIYVRVYEDRIDLLRAAIVGPAETPYHDGLFFFDVHFPSEYPQSHRLT
HVHIPSLMSYESPMHTCHGKWSSIPSSVQLQA*                                               
>Osat_LOC_Os01g13170                                                            
MDFGYVGVGQGSSSSSSSASCRAADVAAWGSSTQQQQKRQRCQGSSDDQVGLSTSNSLQMSEPEPRDFDNGENEEEDYYL
DEDDCIYDDGDGYDYEFDGGDYFNQRLADKFDDLDLPPGVEATVPWLQKIITNEEQSSSKLTVEDESANKSANKSQLFKQ
FDTVKNFSDHHYAATSGDVTKRDWVKRIQHDWKLLEKDLPASIYVRVAEDRMDLLRAAIIGPKGTPYHDGLFFFDIQFSN
SYPANPPSVYYHSGGLRINPNLYNNGKVCLSLLGTWAGSGCETWNPSQSTMLQVLVSIQALILNEKPYFNEPGYASYANS
VSGERIAMEYNDNTFLHSCRTMLYSLRRPPEHFADLVTSHFRERGHTILAACRYYMEGHKVGSVVPEEKEPEYGDAGAST
SSASASAAAAALKPRPDKVDSVSRRPTFNDNLKTLFEELLMEFNVKGADTAKFLAEKVKKSSGATTTAPVGGARYAAEVV
DEWMD*                                                                          
>Osat_LOC_Os01g13280                                                            
MVLNKVLELFCVKKKDSKKKGKAINPLCKVAAPHPTANVSTNNSLLDPFSSGNGTVLLVQKHEPECSSVVSSMTRTEYGS
ESDGYNLFNQFDVVQDFSDHYYAKNSPGKTSKDWVKTIQNEWKLLQKDLPESIYVRAYEDRIDLLRAAIVGPAGTPYHDG
LFFFDVRFPSEYPQSPPKVHYHSGGLRLNPNLYESGKVCLSLLNTWWGTGCEKWGKSKSTILQVLVSIQGLVLNDKPYFN
EPGNKNSANTAPGEKYSLAYNQTAFLLSCRTMMYSLRKPPKHFESLVARHFHERERVILDACDAYISGAVVGSSSAKGTK
HPRDNNRSFADFKKSLEKYSELLRKDLAANRTHFLKLTRDSPAAADEIVECTSS*                         
>Osat_LOC_Os01g16650                                                            
MARGENNTGAHGSGNVPPPATAASTAAGTAAASGKQQARGAGAEGQSVVRRLQSELMALMMGGDPGVSAFPEGDNIFSWV
GTIAGSAATAYEGTSYRLSLAFPGEYPYKPPKVRFETPCFHPNVDAHGNICLDILQDKWSSAYDVRTILLSIQSLLGEPN
NDSPLNTQAAALWPNQDEFRKMVEKLYKPTA*                                                
>Osat_LOC_Os01g42040                                                            
MAQAARLNLRMQKEVKLLLNDPPHGVSLNLSGDESALSSLLSFEARIQGPDETVYSKGVFVLKIQIPERYPFQPPNVTFV
TPIYHPNIDNGGRICLDILNLPPKGAWQPSLNIATVLTSIGLLLSDPNPDDGLMAEISREYKYNRQVFDINARSWTEKYA
NPSAIGASGWSSVDVSTLAPNIQEEKLSLEPLPKASNKNCDGSRKKMRLLSQKLSLKSVPEENTTTGKKDLVTNHLSSTA
RPTDPTACLSDVSGKLNDTSESISVIADSAVTSKKEYQGTRRNLQLLGQGLPVTSEGPSKNSNGSVEDKLPNHLLASASS
NTKHPVMGSSDNALEKSSAKRIGESLDSLYKASEGDGTNVRSLGQKLSLKSAKPESKSNVQKENMAPNHLPSLSGFSNLD
KRQSHVISGGNSIGHTNLVQQNSNNENVLPSTQLIPSKECNQGRKKLHLLSKRLSLKSELPADKTIEKEYMQTDCSQNNR
KPNELPLSAPVLKNQILGTIDPQKDARQSKSSIQQNTTPVERIVVSDSEDSADECERPSRSRLSLMRRRLAGKPRS*   
>Osat_LOC_Os01g46926                                                            
MASKRIQKELKDLQKDPPTSCSAGPVGEDMFHWQATIMGPSDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKDQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRHKYENTARTWTQRYAM*MASKRIQKELKD
LQKDPPTSCSAGPVGEDMFHWQATIMGPSDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINSNGSICLDILKDQ
WSPALTISKVSFLA*                                                                 
>Osat_LOC_Os01g48280                                                            
MANSNLPRRIIKETQRLLSEPAPGISASPSEENMRYFNVMILGPAQSPYEGGVFKLELFLPEEYPMAAPKVRFLTKIYHP
NIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLSDNIAKHWKANEAEAVETAKEWTRLYASGA*MLYNHT
GLLSTSVSLSVKLYNSLLSTSVSIFSLLRMQVRFLTKIYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNP
DDPLSDNIAKHWKANEAEAVETAKEWTRLYASGA*                                             
>Osat_LOC_Os01g48580                                                            
MPSPSPVPSSTAEGSSKNSPTKGSLSLGDLDAVEVLPASATAGWSSARQKRKWSQVSCDFYHVSRDTREVSCETYQVPDN
FNHVSRDTHEVSCDTCHVLDDFYHVSRDTREVSCDTCQSGSTKDVAGPSSIALKNVDPSDGVGAFPKAMSLADYLKLEGS
DINLNINTYYYLVALGEGGIVVEGQTSAEKPHQHKQMKHVDPKIDEKYVEFKQFDIVGDHSDHFYSNPRERKVQVVNEPG
KDWVKRIQHEWKVLEKDLPDNIFVRVYEDRLELLRAVIIGPSGTPYHDGLFFFDVYFPPQYPRNPLLVIYHSGGMRLNPN
LYACGKVCLSLLNTWPGDGCEKWNPSNSTLQVLVSIQALVLNAKPYFNEPGFESYANTPRAEKKSIAYNQETFLLSCKTM
LYSLRNPPKHFDDFIIGHFHKYGHSILIGCNAYMDGAQVGSIIGGVKAIDKGNKGCSTKFKGSLKKLFEELMMEFIGIGV
DCHEFMIDTTLKL*                                                                  
>Osat_LOC_Os01g60410                                                            
MASKRILKELKDLQKDPPTSCSAGPAGEDMFHWQATIMGPPDSPYAGGVFLVNIHFPPDYPFKPPKVSFKTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRPKYETTARSWTQKYAMG*           



>Osat_LOC_Os01g62244                                                            
MAATISQASLLLQKQLKDLAKHPVDGFSAGLVDDSNVFEWQVTIIGPPDTLYDGGYFNAIMSFPQNYPNSPPTVRFTSEM
WHPNVYPDGRVCISILHPPGDDPNGYELASERWTPVHTVESIVLSIISMLSGPNDESPANIEAAKEWREKRDDFKKKVRR
LVRKSQEML*MAATISQASLLLQKQLKDLAKHPVDGFSAGLVDDSNVFEWQVTIIGPPDTLYDGGYFNAIMSFPQNYPNS
PPTVRFTSEMWHPNVYPDGRVCISILHPPGDDPNGYELASERWTPVHTVRIMVSMMQAISSLFILFCTSSILLTT*MTFI
FSDGGYFNAIMSFPQNYPNSPPTVRFTSEMWHPNVYPDGRVCISILHPPGDDPNGYELASERWTPVHTVESIVLSIISML
SGPNDESPANIEAAKEWREKRDDFKKKVRRLVRKSQEML*                                        
>Osat_LOC_Os01g70140                                                            
MVDVSRVQKELTECNRDREVSGVSIALHDGSTISHLTGTIAGPQGTPYEGGTFVIDIRLPGGYPFEPPKMQFITKVWHPN
ISSQNGAICLDILKDQWSPALTLKTALLSLQALLSAPAPDDPQDAVVAQQYLRDYSTFSATARYWTEAFAKNSSTGMEEK
VQKLVEMGFPEDMVRSVLKSVNGDENMALEKLCSG*                                            
>Osat_LOC_Os02g02830                                                            
MALRRIIKELKDLQRDPPTSCSAGPVSDDMFHWQATIMGPNDSPYSGGVFLVTIHFPPDYPFKPPKVAFKTKVFHPNINS
NGNICLDILKDQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMCKTDRLRYESTARGWTQKYAMG*           
>Osat_LOC_Os02g16040                                                            
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATLMGPSDSPYAGGVFLVTIHFPPDYPFKPPKVALKTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRAKYESTARSWTQKYAMG*MASKRILKELK
DLQKDPPTSCSAGPVAEDMFHWQATLMGPSDSPYAGGVFLVTIHFPPDYPFKPPKVALKTKVFHPNINSNGSICLDILKE
QWSPALTISKVSLFLI*                                                               
>Osat_LOC_Os02g42314                                                            
MQASRARLFKEYKEVQREKSADPDIQLICDDSNIFKWTALIKGPSETPFEGGVFQLAFSIPEQYPLLPPQVRFLTKIFHP
NVHFKTGEICLDILKNAWSPAWTLQSVCRAIIALMAHPEPDSPLNCDSGSSTFLLILPHIVQPLFCNVKVIDVHALTESS
YGA*MQASRARLFKEYKEVQREKSADPDIQLICDDSNIFKWTALIKGPSETPFEGGVFQLAFSIPEQYPLLPPQVRFLTK
IFHPNVHFKTGEICLDILKNAWSPAWTLQSVCRAIIALMAHPEPDSPLNCDSGNLLRSGDIRGYQSMARMYTRLAAMPKK
G*                                                                              
>Osat_LOC_Os02g48910                                                            
MGSELPAAAPPQPKRSTAAAAVARRRIGRELWQFWLDPPPYCRPGPSPVKDHFHWEVVIDGPAATPYAGGVFPVDVWFPY
DYPFRPPKLFFKTKVYHPNIDGKGRMALDIFQDNWSPALTINKLLLCFVSVLFDPLLDRPTNRCIAKQYKHEYEAYEEKA
RAWTQKHSSTPIVSHYPPYAVIGSTPPAVPHFPATAARRKAAASSASGSVSSSRIPLLMKDESIWRRTMKFFQG*     
>Osat_LOC_Os02g48920                                                            
MTVIIDEPPPAPAPPQPKQSTTARRWWMKADPRKAAQRRISRELEDLWLDPPAYCRPGPEPVTDLLHWEVIIDGPPGTPY
AGGTFPVDVWYPNEYPFQPPKLTFKTKVKSLAQSLSRSLACVHRQISQLMLQSRVPSEHRRRGADGGGRASRLLGFVSIL
YDPLLDYPINDDIAEQYENEYELYEKEAREWTRRTNG*                                          
>Osat_LOC_Os02g48950                                                            
MATAPVPEPEPQPELSTAAARRQDEERKTALRIIRNELRLLWRDPPPYLRPGPEPVTDPFHWEVVIDGPAGTPYAGGTFP
VDIQLPAAGYPFVHPKVTFKTLVYHPNIDEEGNMVLDAESWSCATKLRGLLIGFVSVLYDPLLDYPINYDIAEQYAYDYE
RYEAEARAWTREFSSAPVVSHYPPNAVVGRTPPAVPHFPATAARRRAEAEARRRAAAAAASSGSGTKSEQNTVTISSLQS
STHRILKSNKNCRGEHGDEPDATDVAVSRAALTLGDVGRWGTLAISGYPR*                             
>Osat_LOC_Os03g03130                                                            
MSGGIARGRLAEERKAWRKNHPHGFVAKPETLADGTVNLMIWHCTIPGKQGTDWEGGYFPLTLHFSEDYPSKPPKCKFPQ
GFFHPNVYPSGTVCLSILNEDSGWRPAITVKQILVGIQDLLDQPNPADPAQTDGYHLFIQDPTEYKRRVRLQAKQYPPIV
*                                                                               
>Osat_LOC_Os03g19500                                                            
MEATAKYNRGNPAVKRILQEVKEMQSNPSPDFMAMPLEEDIFEWQFAILGPRDSEFEGGIYHGRIQLPSDYPFKPPSFML
LTPSGRFEIQKKICLSISNYHPEHWQPSWSVRTALVALIAFMPTPGGGALGSLDFKKEDRRALAIKSRETPPKFGSAERQ
KVIDEIHEQMLSRAPPVPQLLTNETNEETNQLPASDASDEHAHKAVGGVNTAGSNSDSVNNDLPRPDSESEIVQHIVEGR
TEGVSNHSRANLSRENIPRVAPTPQNPVVAIQKPKHDRLLTLAAFGLTLAIMALVIKKFFKINGLAGYIEGKF*      
>Osat_LOC_Os03g47580                                                            
MAAAAVGVASRARRSSGSRGVAFCRWTNGLLHPRFVFPEAAAVAGSGAGSAQGAFCVKRVLRMVLNKVLELFCVKKKDSK
KKVAAPHPTANVSTNNSLLDPFSTGNGTVLSVQKHEPECSSVISSMTRTEYGFESDGCNLFSHFDVVQDFSDHYYAKNSP
GKTSKDWVKTIQNEWRLLQKDLPESIYVRVYEDRIDLLRAAIVGPAETPYHDGLFFFDVCFPSEYPQSHRLTHVHIPSLM
SYESPMHACHGKWSSIPSSVQLQA*                                                       
>Osat_LOC_Os03g47770                                                            
MTSSSSPSRKVLSKIACNRLQKELAEWQVNPPSGFKHKVTDNLQRWVIEVAGAAGTLYAGETYQLQVDFPEHYPMEAPQV
IFLHPAPMHPHIYSNGHICLDILYDSWSPAMTVSSVCISILSMLSSSPAKQRPADNDRYVRNCRNGRSPKETRWWFHDDK
V*                                                                              
>Osat_LOC_Os03g50440                                                            
MGSEGSAGVVVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDIYMRSWTGTIIGPPNTVHEGRIYQLKLFCDTDYPDRP
PTVRFQTRINMSCVNQETGMVEPSLFPMLGNWQREHTMQDILIGLKKEMSAPQNRRLHQPHDGNEDQRVEQKGLSLRCVI
M*                                                                              
>Osat_LOC_Os03g57790                                                            
MSTPARKRLMRDFKRLQQDPPAGISGAPHDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPVVRFVSRMFHPN



IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARLFSENKREYNRKVREIVEQSWTAD*MSTPARK
RLMRDFKRLQQDPPAGISGAPHDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPVVRFVSRMFHPNNGSICLD
ILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARLFSENKREYNRKVREIVEQSWTAD*                 
>Osat_LOC_Os04g49130                                                            
MASGGGIARARLAEERKAWRKNHPHGFVAKPETLPDGSVNLMVWRCIIPGKEGTDWEGGYFPLTMQFTEDYPTNAPSCKF
PSGFFHINVYDSGAVCLSILSTAWKPSITVRQILIGIQELFDDPNPNSAAQNISYELYRKDMEEYRKRVRQQAKKYPSAL
*MASGGGIARARLAEERKAWRKNHPHGFVAKPETLPDGSVNLMVWRCIIPGKEGTDWEGGYFPLTMQFTEDYPTNAPSCK
FPSGFFHINVYDSGAVCLSILSTAWKPSITVRQILIGIQELFDDPNPNSAAQNISYELYRKV*                 
>Osat_LOC_Os04g57220                                                            
MASKRILKELKDLQKDPPTSCSAGPVGEDMFHWQATIMGPSDSPFAGGVFLVNIHFPPDYPFKPPKVSFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRAKYESTARSWTQKYAMG*MASKRILKELK
DLQKDPPTSCSAGPVGEDMFHWQATIMGPSDSPFAGGVFLVNIHFPPDYPFKPPKVSFRTKVFHPNINSNGSICLDILKE
QWSPALTISKVIISMT*                                                               
>Osat_LOC_Os04g58800                                                            
MTIGGASSSVVVVPRNFRLLEELERGEKGIGDGTVSYGMDDDGDDIFMRSWTGTIIGPLNSVHEGRIYQLKLFCDKDYPD
KPPTVRFHSRINMPCVNPDTGLVESKKFHMLANWQREYTMENILTQLKKEMAAPHSRKLVQPPEGTFF*MTIGGASSSVV
VPRNFRLLEELERGEKGIGDGTVSYGMDDDGDDIFMRSWTGTIIGPLNSVHEGRIYQLKLFCDKDYPDKPPTVRFHSRIN
MPCVNPDTGLVESKKFHMLANWQREYTMENILTQLKKEMAAPHSRKLVQPPEGTFF*                       
>Osat_LOC_Os05g06120                                                            
MAGVEAAAAAAAAQLHHLDLVRFEAAEGDEKRHGDHGLVVYTAPKTTVMCVDGAVVDKTDAAALVVVDRSSLHPGMEVTS
ASDPAGQIGVVTAVSTAVDLVEHRADGDYGDAEAAPAARGLSPSGLRRVTEFSLGDYVVCSGGGDQWLGRAVEVCVAVDV
VFDDGAACRITGDRAQDRVIEVKVAANTYRRRGMNGAFYPGQRVTGHHVLASPSIAFKDARWLRGYWKLTRLEGTVAKVA
MTGVLVYWIASAQLGTSKSLINASSPPAFQDPGDLTLFCSDDECPWAFGDRCFIATPPRHRRRRRQPRVPTDDDKQEASP
AAATTNQDAAAAAPPVEKKENTYRNQLRKFFYKRDLRATRWGARARAVDKVMLVSGTRTTADVLWQDGTLRRGVPSLELV
PFDILNDHEFFPGQHVVVDTMAAAEATTAAARRVGVVRRVDPKDQTVRVSWLDGGDGGGEETVASAYDLRKYSRHDVFYG
DVVVRLLPPPPESADAAGEGAAPPAQGTKAAAADLSWVGRVVDVRDGHVQVRWGNGETSTAVHSEVRGVDMRSFWALEHE
VGPWLAEGRDRAAAALAQPPPPPPPPPPPPAAGNNNNNVANAGAAGNTAGPAAAAPAPSPTLIVRVSAAVRKVFDAASQL
VALGKSYLVTVSSSSSISAAAATATGNAEAPPPAGPTAGGDVNVEPAPAVPAAVAVNGVAGEDAAAPAPDAAALPSSSDA
GGGDGDGDGDGGDSASDGGWKEKVEDDSLGVAHFDVVQCPPDHHFLDCKLEGAAHGNKWVKRVQKEWQILGNDNLPGTIY
VRAFEDRMDLLRAAMVGAAGSPYHDGLFLFDLHLPATYPAAPPEVYYHSFGLRVNPNLYPSGTVCLSLLNTFDGEGVEVW
SPARSTLLQVLVSIQGLVLTADPYYNEAGYDAYAGTPGGRRNAASYAENACLLTLRSALHLLRRPPRGFEGVVGAHFRRR
GAHVLAACESYLRGTRVAGDGGDGGGGERTCSAGFRLALRNVVPVLAAAFAEIGVEGCERFGDGELGQCSLTAIDDSAAS
ADASD*                                                                          
>Osat_LOC_Os05g08960                                                            
MSTPARKRLMRDFKRLMQDPPAGISGAPQDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARLFSENKREYNRKVREIVEQSWTAD*MSTPARK
RLMRDFKRLMQDPPAGISGAPQDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPTVRFVSRMFHPNIYADGSI
CLDILQNQWSPIYDVAAILTSIQLPAYSVRTSGNTTEKFVR*                                      
>Osat_LOC_Os05g14300                                                            
MDAAGYPKMQGGGASSSSSSSASCRAADAAVWDAVQQQKRQRCQGSSSNDQVGLSTENNSFQAPEPELQNSDCVEDEEED
YYLYDEDDVCYDDDGDYEFDETDFNQQLADKFDGLDLPPGVEATVPWLQKKDIADGPSTFKSMAELDADITKKYEFFKQF
DVVENFSDHHYADKPVGKTGKDWTKRIQYDWKLLEKDLPASIYVRVSENRMDLLRAVIIGPQGTPYHDGLFFFDAQFTST
YPSTPPVVYYHSGGLRLNPNLYACGKVCLSLLGTWSGSGCEKWNSAHSTMLQVLVSIQALVLNENPYFNEPGYETYANSA
TGQKSAMDYNDTTFQYSCRTMLYSLRRSPQHFDALVAGHFRHRGHAILAACKYYMEGHKVGSVVPNEDEEDAKQQDDTDA
GGSGSSSGAKPQPEKPDLCKGRAASFKTNMAVLFEELLMEFNVKGADTKKFCDEKLKKNQQAAAAAR*            
>Osat_LOC_Os05g38550                                                            
MATAASQASLLLQKQLKGTDRNGPPCNLISSNLLFFFLVPIRRRSVLDLGPPFCGIVADLAKNPVDGFSAGLVDDSNVFE
WQVTIIGPPDTLYDGGYFNAIMTFPQNYPNSPPSVRFTSEMWHPNVYPDGRVCISILHPPGEDPNGYELASERWTPVHTV
ESIVLSIISMLSSPNDESPANIEAAKDWREKRDDFKKKVRRIVRKSQEML*MATAASQASLLLQKQLKDLAKNPVDGFSA
GLVDDSNVFEWQVTIIGPPDTLYDGGYFNAIMTFPQNYPNSPPSVRFTSEMWHPNVYPDGRVCISILHPPGEDPNGYELA
SERWTPVHTVESIVLSIISMLSSPNDESPANIEAAKDWREKRDDFKKKVRRIVRKSQEML*                   
>Osat_LOC_Os05g48380                                                            
MATHAPKGYLCAGSSSFDDPDVVEVTPAAAAAGGWSSGHQKRKRSQVVPHEVIELDADDDPDGVVIIGEKSSVDKNKQAV
GYPIDWLKHAKSSLAGEIAGPSSYPSKNPDILLGGLKIFQENPFYNNIDDYAYEAFEEDYGYDEDEYDDYDYDSTLYESE
YNFTLASKFDGLDIPPGVEAPLPWLQTTAAEMANKTKPVNMMDDKIDEKYSAFKQFDTVDDHSDHYYSKPDLRKVQVVKK
PSKEWAKRIQHEWKVLEKDLPDTIFVRAYEDRMDLLRAVITGPAGTPYHDGLFFFDIYFPPHYPSVPPLVNYRSGGLRLN
PNLYACGKVCLSLLNTWSGSGCERWSPSNSTMLQVLVSVQALVLNAKPYFNEPGYAMHANTPHGEKSSLTYNEDTFLLSC
RTMLYSLRNPPKHFEDFIAGHFRKYGQSILIACRAYLDGAQVGCLVGNGVQDVDEGDKSCSARFKSALKRLFEELLMEFT
VKGAECDKFLAEKAKAAASRAPADTTLRL*                                                  
>Osat_LOC_Os05g48390                                                            
MDLYAIDSDTESYAETSDSEEDQEECELTYCGHAQNILSSLDESIGKIDNFLSFERGFLHGDIVCSAADPSGQLGRVVGV
DMLVDLETSSGDIIKHVNSKKLSRVRSFVSGDCVVMGPWIGRVIRAFDLVTVVFSDGARCEMLLRDSEVLKPIPPILFED



APYFYYPGQRVRIVHPSISKSGTWLCGSWKASRDEGVVSHVDVGLVHVNWITSVTNVWGGQSSSPPNFQDPKKLTLLSCF
PYANWQLGDWCTLSDCEGSLWENSDKSCFMSMTWKSSSDTQTAIGTYGSDYSQTYVVAKTKSSVDVLWQDGSTSLGLEPQ
SLVPVSTLGDHDFWPGQFILEKLTVEDNGRCQRTGIVTSVDALERTVKVKWAVSVDSDTVSYGDGLTEETVSAYELVLHP
DFSFFTGEVIIRSAVNIENSEANLTNGTVAVSRESLDTSSAFLSCIGNVLGYNDEGLEVQWASGAISRVQHFEIIALDRI
LDDSLESMIEEHTTDDLVDMAEQEKMHLEDTKSALEESAGDCTGSLRKATAFLFSKTAFNFLTNVASSLFGAHDSTFSSS
VNADSQYQIVTTAELQPSAEDISEEKQTMELITQFEKPTLASENAMTKGFDVVTDCSDHHFVKEIGHENVKRGWVKKIQQ
EWSILQNDLPDGIHVRVYEERMDLLRACLVGAAGTPYHDNLFFFDIFFPPDYPHEPPSVHYHSGGLRLNPNLYESGKVCL
SLLKTWAGTGSEVWDPENSTVLQLLLSLQALVLNEKPYFNEAGYDKFMGKADGEKNSITYNENAFLLSCKSMTYILHKPP
KHFENFVKEHFTCCAPHILDACKAYLGGDLVGHARDSAYISDDGCKNSSTGFKIMLAKLLPKLVTTFSEAGIPCSP*   
>Osat_LOC_Os06g09330                                                            
MAEKGCLKRLQKEYHSLCKEPPPQIVARPLPNDILEWHFVLEGSAGTPFEGGYYYGKLKFPPDYPFKPPSISMTTPSGRF
APHKRICLSMSDFHPESWNPMWSVASILTGLLSFMMDDALTTGSIRSTEGEKRRLAKASLAYNCESKNCPHFRKMFPEYV
EKYNQQKQMEQTVAEPETQENPAPAPSPAVQQQAAVVANKAKPAAEAAGEQKQKKRVPFWMMLVMFSVFGAVMALPLMQL
*                                                                               
>Osat_LOC_Os06g30970                                                            
MASKRILKELKDLQKDPPTSCSAGPVGEDMFHWQATIMGPADSPYAGGVFLVSIHFPPDYPFKPPKVAFKTKVFHPNINS
NGSICLDILKEQWSPALTVSKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRAKYESTARGWTQKYAMG*           
>Osat_LOC_Os06g45000                                                            
MATNENLPPNVVRQLAKELKSLDESPPEGIKVIVNDDDFTTIFADIEGPAGTPYENGVFRMKLLLSRDFPQSPPKGFFLT
KIFHPNIATSGEICVNTLKKDWNPSLGLRHVLLVVRCLLIEPFPESALNEQAGKLLLENYEEYARHARLYTSIHALKPKN
KTKSGTISESTTALNVDQSNNAVSKNTPLGPAALSTSTANKAFGSNLQDQNAAPSDPALGASAVPKKDGLHAVKAPVEKK
KIDARKKSLKRL*                                                                   
>Osat_LOC_Os07g07240                                                            
MSTPARKRLMRDFKRLQQDPPAGISGAPHDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPTVRFVSRMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARLFSENKREYNRKVREIVEQSWTAD*       
>Osat_LOC_Os07g38940                                                            
MSSSSSSFPTSRSPFPAGAGAGTSGGGGGGGGGSGGGGGGGRWSGVRPWGSSGGTSVSSSGKRIQKELMDLNASDCSAGP
KGDNLYHWLSTIIGPQGSPYEGGIFFLDIVFPIDYPFKPPMVTFKTRIYHCNVDSTGNLSMDILREGWSPALTISKVLLA
IKAIITNPDPYCPLVPSIGHLYLTDRTKHDEIAAEWTMRFAR*                                     
>Osat_LOC_Os08g28680                                                            
MLNLIKIKGQKKEDAANANGKPPAKKQSPGELRLHKDIAELNLPKSTRISFPNGKDDLMNFEVTIRPDEGYYVGGKFIFT
FQVPPAYPHEPPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNVNTIVYGLNLLFSQPNDEDPLNHEAAAVLRDNPEK
FERNVQRAMAGGYVGETHFPRCM*                                                        
>Osat_LOC_Os09g12230                                                            
MASKRIQKELMDLRKDPPTSCSAGPAGEDLFHWQATIMGPSDSPYAGGVFFVNIHFPPDYPFKPPKVNFQTKVYHPNINS
NGSICLDILKEQWSPALTISKVLLSISSLLTDPNPDDPLVPEIAHVYKSQRPRYEETARAWTQKYAMG*           
>Osat_LOC_Os09g12310                                                            
MIICEKASSHKSNHSVSHPSDWPKHPKSGLAEDVPGPSHQPGTSTVLPWGCTTPGRPRKHKEIKTVDNKIDEKYKAFKQF
DTVTDHSDHYYSMSGKGNVPEVKKPSKDWVRRIQHEWKVLEKDLPGTIFVRVYEDRMELLRAVIVGPAGTPYHDGLFFFD
VYFPSQYPKKPPLVNYRSGGLRLNPNLYDSGKVCLSLLNTWSGHGCEKWNPSNSTMLQVLVSIQALVLNAKPYFNEPGYA
ASANTPQGEKMSMAYNESTFLLSCRTMLYSLRNPPKHFEDFARVHFCKYGRNILVGCKAYMNGAQVGCLAGNGVQDVDEG
DKSCSANFKGSLKTLFDELIKEFTRIGVHCHEFQPQRVNPGSTRAKADTTLRL*                          
>Osat_LOC_Os09g12570                                                            
MTLGSSGAGSSVVVPRNFRLLEELERGEKGIGDGTVSYGMDDADDIYMRSWTGTIIGPHNSVHEGRIYQLKLFCDKDYPE
KPPSVRFHSRINMSCVNHETGAVDSRKFGVLANWQREYTMETILTQLKKEMATPQNRKLVQPPEGTFF*           
>Osat_LOC_Os09g15320                                                            
MLNLFKIKGQKKEEAANTNGRPPAKKQSPGELRLHKDIAELNLPKKTNITFPNGKDDLMNIEITLRPDEGYYVGGAFVFT
LQVPPTYPHEPPKVKCTTKVYHPNIDLDGNVCLNILREDWKPVLNINTIVYGLNLLFIQPNDEDPLNHDAAAVLRDDPQK
FRRNVQTAMSGGYVDRVHFPRCK*                                                        
>Osat_LOC_Os10g11260                                                            
MLNLIKIKDKKKEQAASAAGKAPVKKQSAGELRLHKDISELNLPKSTSISFPNGKDDLMNFEIIVRPDEGYYLGGTFVFT
FQVSPSYPHEPPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNINTVIYGLNLLFTQPNDEDPLNHEAAAVLRDNPKL
FEANVKRAMAGGYVGQHYFPRCA*MLNLIKIKDKKKEQAASAAGKAPVKKQSAGELRLHKDISELNLPKSTSISFPNGKD
DLMNFEIIVRPDEGYYLGGTFVFTFQVSPSYPHEPPKVYHPNIDLEGNVCLNILREDWKPVLNINTVIYGLNLLFTQPND
EDPLNHEAAAVLRDNPKLFEANVKRAMAGGYVGQHYFPRCA*MREYISELNLPKSTSISFPNGKDDLMNFEIIVRPDEGY
YLGGTFVFTFQVSPSYPHEPPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLNINTVIYGLNLLFTQPNDEDPLNHEAA
AVLRDNPKLFEANVKRAMAGGYVGQHYFPRCA*MKDITCGTFVFTFQVSPSYPHEPPKVKCKTKVYHPNIDLEGNVCLNI
LREDWKPVLNINTVIYGLNLLFTQPNDEDPLNHEAAAVLRDNPKLFEANVKRAMAGGYVGQHYFPRCA*           
>Osat_LOC_Os10g31000                                                            
MSSPSKRREMDLMKLMMSDYKVEMVNDGMQEFFVEFRGPTESIYQGGVWKVRVELPDAYPYKSPSIGFVNKIYHPNVDEM
SGSVCLDVINQTWSPMFDLVNVFEVFLPQLLLYPNPSDPLNGEAAALMMRDRPAYEQKVKEYCEKYAKPEDAGVTPEDKS
SDEELSEDEDDSGDDAILGNPDP*MSSPSKRREMDLMKLMMSDYKVEMVNDGMQEFFVEFRGPTESIYQGGVWKVRVELP



DAYPYKSPSIGFVNKIYHPNVDEMSGSVCLDVINQTWSPMFDLVNVFEVFLPQLLLYPNPSDPLNGEAAALMMRDRPAYE
QKVKGDVV*                                                                       
>Osat_LOC_Os10g39120                                                            
MSGGIARGRLAEERKAWRKNHPHGFVAKPETMADGSANLMIWHCTIPGKQGTDWEGGYYPLTLHFSEDYPSKPPKCKFPQ
GFFHPNVYPSGTVCLSILNEDSGWRPAITVKQILVGIQDLLDQPNPADPAQTDGYHIFIQDKPEYKRRVRVQAKQYPALL
*                                                                               
>Osat_LOC_Os12g41220                                                            
MASSGDPSAVVVPRNFRLLEELERGEKGIGDGSVSYGMDDADDIYMRSWTGTIIGPHNTVHEGRIYQLKLFCDKDYPDRP
PTVKFHSRINMTCVNPENGLVDQRKFSLLSNWRREYTMEAILTQLKKEMAASHNRKLVQPPEGTFF*             
>Osat_LOC_Os12g44000                                                            
MTSSSSPSRKALSKIACNRLQKELAEWQVSPPSGFKYRVSDNLQRWVIEVTGAAGTLYAGETYQLQVDFPEHYPMEAPQV
IFLNPAPMHPHIYSNGHICLDILYDSWSPAMTVSSVCISILSMLSSSPAKQRPQDNDRYVRNCRNGRSPKETRWWFHDDK
V*MTSSSSPSRKALSKIACNRLQKELAEWQVSPPSGFKYRVSDNLQRWVIEVTGAAGTLYAGETYQLQVDFPEHYPMEAP
QVIFLNPAPMHPHIYSNGHICLDILYDSWSPAMTVSSVCISILSMLSSSPAKVIIYN*MDSYDSPNRWVIEVTGAAGTLY
AGETYQLQVDFPEHYPMEAPQVIFLNPAPMHPHIYSNGHICLDILYDSWSPAMTVSSVCISILSMLSSSPAKQRPQDNDR
YVRNCRNGRSPKETRWWFHDDKV*                                                        
>Smol_XP_002994348                                                              
VPRNFRLLDELERGEKGLGDPAVSLGMDDADDLLMYSWRGTILGPYDSVHEGRIYQLKLYCDDDYPSKPPSVKFQSRINM
TCVNQETGLIDSKNFAMLADWKPDFTMEDVLTQLRKEMAASHNKRLPQPAEDSIFL                        
>Smol_XP_002993416                                                              
MASKRIQKELLDLQRDPPTSCSAGPVGEDLFRWQATIMGPPDSPYTGGVFFVMIHFPPDYPFKPPKVNFQTKVYHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKNQRSRYEETARAWTQKYGMN            
>Smol_XP_002992245                                                              
MAGAIANSNLPRRIIKETQRLLTEPAEGISASPAEDNLRYFSVMILGPAQSPYEGKISFLLCSSSELLCFFSGGAFRLEL
FLPEEYPMAAPKVRFLTKIYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPEDPLDENIAKHWKTDQGGA
IATAREWTQLYATSN                                                                 
>Smol_XP_002990483                                                              
MLSSAQLRLMSDLKAIQQEPPEGCSASPQGEENLFVWGATVFGPDETPWEGAILPLRLTFGEHYPAKPPRVRFTSEVFHP
NVYSDGALCMDIIQDAWSPCHNVSTILTSIQSLLTDPNPASPANPEAAHMYQNDLQAYNRRVRQCVRKSLEI        
>Smol_XP_002988047                                                              
MASLEAEVRSKKRPSRRAPDTAVSSGHQKVLSKIAANRLQKELAEWQINPPAGFKHKYSDNLQRWHIDMIGASGTLYADE
KYILQIEFPENYPMESPQVVFLEPAPLHPHIYSNGHICLDILYESWSPAMTVCSVCMSILSMLSSSPAKERPQDNDRYVK
SCRKSPKDTRWWFHDDNV                                                              
>Smol_XP_002987686                                                              
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPPDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRAKYEATARNWTQKYAMG            
>Smol_XP_002986636                                                              
MNAKCKGGLGTLTASAKHIQKELTEIITNPPENCPRGDNLHKWVSTIVSPSGSSYQGGIYFLDMQLSIEDSQAPPLWPGD
SRVPYVLYPSQGEKVGAQQIKLPGQLHSLLVVLQCSLRLLVPYKL                                   
>Smol_XP_002985720                                                              
MSSPSRRREMDVMKLMMSDYKVEMLNDGMNEFIVDFQGPADSPYESGVWKVRVELPDSYPYKSPSIGFVNKIFHPNVDES
SGSVCLDVINHTWSPMFDLVNVFESFLPQLLLYPNPSDPLNGEAGSLMMRDKEKYEQKVKEYCERYAKPKDAQTAVEESS
DEEISDDGYTSSEDDTMGWQADP                                                         
>Smol_XP_002985652                                                              
MDLGHARLWRELEDIEREPLEGIRIHIHDGSNLQHMCLVLSPISGPFAGHRFHLDVRIPKSYPDHPPRVTMQSMICHPNI
TSGNVRCDGFDSEYTPAYRLKYLFLQLLCLVS                                                
>Smol_XP_002985311                                                              
MAEGGERFNVRNPAVKRILQEVKELQNNPNDDYVSMPLEDNIFEWQFAIRGPKDTEFEGGIYHGRIQLPPEYPLKPPEFV
LLTPNGRFETKTKICLSISAHHPEFWQPSWSVRTALVALIAFMPTKPEGAIGSLDYTKEERRALAIKSRDAAPRVSTPER
QKLIDEIHVEMMKRAHPVPDTKESPPEDAENNRVEVEATPSPASRDLAPAPALDPAPALAPVLAPAPALIAPAPATINAV
NPPPPPAAVAAIPAAGIRAGRSEEQAVQQSSDFGLTALAIGLAIAIVGILVRKALRYYGYVI                  
>Smol_XP_002985079                                                              
MIKLFSVKQKQKEAADGANGKPSAGKKQTPGELRVQKDISELNLAKSTSIRFPNGKDDLLNFEITIGPDEGYYHGGLFVF
TFQVSGIYPHEAPKVKCKTKIYHPNIDLEGNVCLNILREDWKPVLSVNSIIYGLQYLFLDPNPEDPLNQEAAEVLRTNPK
QFETNVRRSMQGGFVGGHQFHRCV                                                        
>Smol_XP_002985078                                                              
MSRTWSSFLCLDISELNLAKSTSIRFPNGKDDLLNFEITIGPDEGYYHGGLFVFTFQVSGIYPHEAPKVKCKTKIYHPNI
DLEGNVCLNILREDWKPVLSINSIIYGLQYLFLDPNPEDPLNQEAAEVLRTNPKQFETNVRRSMQGGFVGGHQFHRCV  
>Smol_XP_002984701                                                              
MNMNGGVDAIAQQQATNNPASSKQSKPNLQPVDSHSVARRLQSELMALMTCGDPGISAFPDGDNIFTWIGTIKGGEATVY
EGLSFKLSLRFPTDYPFKPPLVKFETSCFHPNVDQHGNICLDILQDKWSSAYDVRTVLLSIQSLLGEPNNNSPLNSYAAT
LWPNQEEYKKVMIKQSREGSGR                                                          



>Smol_XP_002984106                                                              
MFCLQYRVASGRQQFMGIPKGGTLIYNLLQKVMSGLAQWGEADPEGAHRDPLENCFAHPKANNFYEWVSTIVSPSGSLYK
VNISLPNNYPLQALKIMWKGGRILRRSFQQTILSISILRSH                                       
>Smol_XP_002983206                                                              
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPPDSPYAGGVFLVTIHFPPDYPFKPPKVSFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRAKYEGTARTWTQKYAMG            
>Smol_XP_002983143                                                              
MALVPRNFRLLEELERGEKGLGDASVSLGMDDSDDVYMCSWTGTILGPSNSVHEGRIYQLKLYCDKDYPDKPPSVRFHSR
INMTCVNRETGAVEPKNFSLLSNWRRDNTMEDILKQLKREMGASHNKKLQQPPENTFFHH                    
>Smol_XP_002982697                                                              
MAGSAAASASVTVPRSFRLLDELERGEKGLGDPLVSLGMDDADDIYMRSWTGTILGPSNSIHDGRIYQLKLFCDKEYPDK
PPSVKFMSRINMTCVSQDNGVVDPKNFPMLSNWRRDYTMEDILISLKREMALPHNRKLPQPPENSTF             
>Smol_XP_002982575                                                              
MSTPSRKRLMRDFKRLQHDPPAGISGAPQDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPTVRFVSKMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMYSENRREYNRRVRDIVEQSWTAE        
>Smol_XP_002981228                                                              
MAGSAAASASVTVPRSFRLLDELERGEKGLGDPLVSLGMDDADDIYMRSWTGTILGPSNSIHDGRIYQLKLFCDKEYPDK
PPSVKFMSRINMTCVSQDNGVIDPKNFPMLSNWRRDYTMEDILISLKREMALPHNRKLPQPPENSTF             
>Smol_XP_002980875                                                              
MSGGIARGRLAEERKAWRKNHPHGFVARPETQPDGSVNLMTWHCTLPGKAGTDWEGGYFPLAIHFSEDYPSKPPKCKFPP
NFFHPNVYPSGTVCLSILNEDSGWRPAITVKQILIGIQELLDAPNAADPAQSDAYQMFIQDRDEYKRRVRQQAKLYPPPV
>Smol_XP_002980724                                                              
MDEPLSEELDYVTALKPLQFGHAALLQNHYFRSSIHWDADLGNGSRSRRIAKELAGLATQLPLEFHSSIHVRVDEFRMDL
LRALIIGPHDTPYENGIFLFDIFVGDGYPSSPPSVQFLTTAGGKVRFNPNLYHCGKVCLSLLGTWTGPSWQPGSSTLLQL
LVSLQSLVFVSEPYYNEPGWEKSRPKDGSRHYASENYNYEQCFNTMMHSMAPALRSPDEVFKDLIAAHFRFKRRRIEEQC
DKWSAMGWQQVQYPRGGRFLKSEDNIQWTTTTINNGKVMADAANEVRMELAKFLG                         
>Smol_XP_002980188                                                              
MQRMCLVLSPLCGPYQGLKLHLDVKIPAMYPTDPPKVTIQTPVPHPNVMGSRICCDILDHQFFGGYTPGYLLGYVFLQLL
SLFSSDNIEQSHGGGNVNLQSYSKMCLGPRGLKPRVERYQCPKCGFNVSFSAVDTAVIKCKEIEKKEEDTNLFGVLGLDV
DGDEDVLPLEALARPKRKQHGKPALKNVVDMMCERLNVDCRLEIIDKLDDREIMSVKAFDKSVEIYTRLLERRLKCFFLR
KTFREKDVVLGIGVNLDSLNKLKPTVVSLDVLSHESFSVYSHNKSLLGVSFQYFLPLALDDEHFKRAKGLMQSSLMNLVH
VKTWSPQVVLETLPVMMNLMVLRLVQSCDRHKAAFLKSSGFSHQLMKASEFALEGYCLLYHLFSKLVRDDQELANLIQHK
VQDFIDNIELRGKNAVPDLGEFLTYLLVTKDVEWQPKDKEKPQVSKMFLGESLTRRVLWCLKDFPHLAYIEPENYPSELR
IRQTFQACKTSMRLILFQVNFFKMTRSTEEFDQRYGFPSEAMTKKLMQLMKEVYKARDWDVYFRIFGLEFDSGWKWQLVR
LLKKSIESSEKRGYHVLRYTQSELYELRKAVEPACPPPQGWVDNCGKYPVPQKSFFPGDETLRPLKKGNTSRSSIEQSRA
LCFKRRMGIMEVRKIEKDVNVLSIGVSRSRTKLKLSSTKIATSGNILQGSAINPSQGRRCGGQRSLCSGHGSLTTTQPAP
RLVLHYDKINTSLILFDSSYYSIGSHGWLMKEFGALLALAHRGTKCTIHQRKHCNGSYWSCPYSRPDLDYDPDMPPSVTE
LMPCQIESIEATGCLSTFELGIRYKMDSVVISDEDREIDRAKLSKEYKEFMHAWRNKEIDCARSSEECLDIWHNRVPTNC
VLLSVPSKALKYKALQWNLERDVCNNFPLEILPHEFVTNAASSNTRLKEKDAILELGEAVLQGIRRCVVVDLRGIGIMKK
VGLFLPGATVDKLRGYAGSLETVIAVSTKEQAPGLAGEFLNKDDWEALGVGDININTVACFINDLVWTMEIVLLRRVMHS
KSPARVCVEVHFKHHLRMYTKIWSKTRELSHRGGWKLGWGSRDKSLAHELYESQDEELQRECGAIANPRLLLLIQGVY  
>Smol_XP_002978787                                                              
MNMNGGVDAIAQQQATNNPASSKQSKPNLQPVDSHSVTRRLQSELMALMTCGDPGISAFPDGDNIFTWIGTIKGGEATVY
EGLSFKLSLRFPTDYPFKPPLVKFETSCFHPNVDQHGNICLDILQDKWSSAYDVRTVLLSIQSLLGEPNNNSPLNSYAAT
LWPNQEEYKKVMIKQSREGSGR                                                          
>Smol_XP_002978566                                                              
MSASAATSSGTAGRPWNSTTSLTASAKRIQKELAEISADPPENCSAGPKGDNLYEWVSTIVGPSGSPYQGGIFFLDISFP
SDYPFKPPKVVFRTRIYHCNVHPSGQIFLKILEENWSPALTISKVLVSICALLGEPDPFDPLVGSIAHEYLSDRHLHDKS
AMEWTRRFAH                                                                      
>Smol_XP_002977888                                                              
MINLFSVKKKQQEAAQNNANGRAPIKKQSPGELRVQKDITELNLAKTTSITFPMGKDNLLNFEITICPDEGYYQDGTFVF
SFQISPLYPHEAPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLSINSIVYGLQYLFLDPNPDDPLNHEAAEVLRDHPR
QFQANVKRSMAGGYINGQHFTRCI                                                        
>Smol_XP_002977572                                                              
MSTPARKRLMRDFKRLQHDPPAGISGAPQDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPNVRFVSKMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMYNENRREYNKKVRAVVEQSWTAN        
>Smol_XP_002976987                                                              
MDEPSSEELDYVTALKPLQFGHAALLQNHYFRSSIHWDADLGNGSRSRRIAKELAGLATQLPLEFHSSIHVRVDEFRMDL
LRALIIGPHDTPYENGIFLFDIFVGDGYPSSPPSVQFLTTAGGKVRFNPNLYHCGKVCLSLLGTWTGPSWQPGSSTLLQL
LVSLQSLVFVSEPYYNEPGWEKSRPKDGSRHYESENYNYEQCFNTMMHSMVPALRSPDEVFKDLIAAHFRFKRRRIEEQC
DKWSAMGWQQVQYPRGGRFLKSEDNIQWTTTTINNGKVMADAANEVRMELAKFLG                         
>Smol_XP_002974421                                                              



MSSPSRRREMDVMKLMMSDYKVEMLNDGMNEFIVDFQGPADSPYESGVWKVRVELPDSYPYKSPSIGFVNKIFHPNVDES
SGSVCLDVINHTWSPMFDLVNVFESFLPQLLLYPNPSDPLNGEAGSLMMRDKERYEQKVKEYCERYAKPKDAQTAVEESS
DGEISDDSYTSSEDDTLGWQADP                                                         
>Smol_XP_002974280                                                              
MDLGHARLWRELEDIEREPLEGIRIHIHDGSNLQHMCLILSPISGPFAGHRFHLDVRIPKSYPDHPPRVTMQSMICHPNI
TSGNVRCDGFDSEYTPAYRLKYLFLQLLCLVS                                                
>Smol_XP_002972889                                                              
MASLEAEVRSKKRPSRRAPDTAVSSGHQKVLSKIAANRLQKELAEWQINPPAGFKHKYSDNLQRWHIDMIGASGTLYADE
KYILQIEFPENYPMESPQVVFLEPAPLHPHIYSNGHICLDILYESWSPAMTVSSVCMSILSMLSSSPAKERPQDNDRYVK
SCRKSPKDTRWWFHDDNV                                                              
>Smol_XP_002970121                                                              
MAEGGERFNVRNPAVKRILQEVKELQNNPNDDYVSMPLEDNIFEWQFAIRGPKETEFEGGIYHGRIQLPPEYPLKPPEFV
LLTPNGRFETKTKICLSISAHHPEFWQPSWSVRTALVALIAFMPTKPEGAIGSLDYTKEERRALAIKSRDAAPRVSTPER
QKLIDEIHVEMMKRAHPVPDTKEPPPEDAAKEVENNGVEVETTPSPASRDLAPAPALDPAPALAPVLAPAPALIAPAPAT
IDAVNPPAAAAAVAAIPAAGIRARRSEEQAVQQSSDFGLTALAIGLAIAIVGILVRKALRHYGYVI              
>Smol_XP_002968980                                                              
MAENLPPKVIRALAKELKSLDESPPEDIRVHVNDDNFSSIFADIEGPPGTPYESGVFRIRLLLSPDFPQTPPKGYFVTKI
FHPNIAKNGEICVNVLKKDWKPTLGLRHVLLVVRCLLIEPFPESALNEDAGKMLMEDYEGYAKHARLMTNIHAMKSKPRT
NKVAIAESTVVNSNAEEIHIPLTLNTANKDTSGADAGCNAAGGEAPSSACPSPSAKKPKGDVGTLKLQVDKKKMDVRKKS
LKRL                                                                            
>Smol_XP_002968926                                                              
RQAARLRKELQLMQSNPPPGACVWPSQDTLTHLQAQIQGPEETVYANGMFFLDIEIPQRYPFEPPSVRFKTPIYHPNIDS
GGHICLDLLHMPPNGSWKPSMNIATLLLCIRLLLSEPNPDDGLMSETAAEYKHNRPAFDMKAKQFTEKHATQ        
>Smol_XP_002966123                                                              
MAERACVKRLQREFKALCKEPVPHVVAKPSPSDILEWHYVLEGSQGTPFEGGFYHGKLKFPPEYPYKPPGISMITPNGRF
ATQKRLCMSMSDFHPETWNPMWSVSSILTGLLSFMMDNSPTTGSLTTSDEEKRRLARSSLAFNCQNVTFRKMFPEYIQKQ
AEMQTLCEQKSEQQPVNKPGEPENTVAENRRNKDHNRHFMFPGWLGAILLALLCSIMALPLLSL                
>Smol_XP_002964654                                                              
IVWNDGEEETVDLSEVRLVDRVLDRGELVALVGDPLGQFGVVQSVELLADLRLRNGEVMKSVSSSKLRQVCPFMQGDYVV
RGNWIGRVDEVEENVTVLFEDGAKCKVFRADNYTLVPAEAAEWSCDYYVGMRVRPAKSVVFKTARWLRGGWKSSRDEGTV
CRVDVAALLVYWMGVGVGPVTPTPADYQDVKDVIHLPHFSHSREHWRIGDYTLPLKDVTVGGEVAPKESNDGREVSSTAV
STSSDAVSSNPEPSLAEEALHESSPLQRKRSLSRRCTVRRKAKRKLVPLEIPVRVTRTERLVDVLWQDGSKSARIPATSL
VPVLYLNDSDFWPETYVIERGAEAEMDDDKGYRRVGIVKTIDATQRTARVKWFKRVTSPDEACEFEAEETVSVYDILEHV
DYRYNIGDIVIRLTPQVPKADDSTEKVEQPQAPGDEGKHANDPTDLSWVGSILGLEDGYIMVEWGSGDVTKVGPHGIFVV
DRNESGDDESSSDDDDDDADSWETVDSNSLSDFESTPVPAEQPVTREETQGGLLTFVLSSMSRLISTIMGLRAKKVVAVG
EQEDIEEPDELVCEMLLARKSPADRHFDQNTNDHSTECSVRPLTEFKSFDMVKDASDHHFADVKNEVPNQRKWLKRVNQE
WDILQKDLPDTIFVLMYEDRMDLLRAAIVGATGTPYHDGFFVFDLYLPPDYPNVPPMVHYHSGGLRMNPNLYENGKVCLS
LLNTWSGRGSELWNPGTSNILQVLVSIQGLVLNAKPYFNEAGYDNQTGTGEGEKNSIAYNENTFLLSCKTILYLLRNPPM
HFEELLKSHFRYRGFKFLSLCRAYLGGLPVGRNPADSSEGSPEKQEESSAGFQLILRKLVPKLAAAFVKIGATECREFE 
>Smol_XP_002964045                                                              
MSSPSKRREMDVMKLMMSDYKVEMVNDGMNEFNVEFHGPRDSPYQTGTWKVRVELPEAYPYKSPSIGFVNRIFHPNVDEM
SGSVCLDVINQTWSPMFDLINVFEVFLPQLLLYPNPTDPLNGEAAALMMRDRDRYDQKVKEYCERYAKSEDTAAHPEESS
DAEVTDEDYASSDEEMAGHADP                                                          
>Smol_XP_002963426                                                              
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPPDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRPKYESTARNWTQKYAMG            
>Smol_XP_002963132                                                              
MATPPWKVRLHRDLKDLAKEPLKGIDVVVDEQDMQRMCLVLSPLCGPYQGLKLHLDVKIPAKYPTDPPKVTIQTPVPHPN
VIGSWICCDILNHQFFGGYTPGYLLGYVFLQLLSLFSSDNIEQSDGGGNVNLQSYSKMYLGPRGLKPLVERYRCPKCGFN
VSFSAVDTAVIKCKEIEKKEDTNLFGVLGLDVDGDEDVLPLEALARPKRKQHGKPALKNVVDMMCERLNVDCRMEIIDKL
DDREIMSVKAFDKSVEIYTRLLERRLKCFFLRKTFREKDVVLGIGVNLDSLNKLKPTVVSLDVLSHESFSVYSHNKSLLG
VSFQYFLPLALDDEHFKRAKGLMQSSLMNLVHVKTWSPQVVLETLPVMMNLMVLRLVQSCDRHKASFLKSSGSSHQLMKA
SEFALEGYCLLYHLFSKLVRDDQELANLIQQKVQDFIDNIELRGKNAVPDLGEFLTYLLVTKDVEWQPKDKEKPQVSKMF
LGESLTRRVLWCLKDFPHLAYIEPENYPSELRIRQTFQACKTSMKLILFQVNFFNMTRSTEEFDQRYGFPSEAMTKKLMR
LMKDVYKARDWDVYFRIFGLEFDSGWKWQLVRLLKKSIESSEKRGYHVLRYTQSELYELRRAVEPTCPPPQGWVNNCGKY
PVPQKSFFPGDETLRPPKKGPLFHEELTKDMSMYKARDWESELYELRNWLVLLQKDVLTAVAKLWAVNLQG         
>Smol_XP_002960943                                                              
RVSMSTKSWQVRVQRDLTELTKEPLQGIQVCTYADQLDHMCLVLSPLSGPYAGVNLHLDVRIPADYPHGPPQVTIQTPVR
HPNVFGSFICCDILKPVSTRYDYNPQGGHWQIYNGGYTPGYLLKYLFLQLLSFFSSKFVQQDYGGKAVELESYSQREHSF
DPLDPLDWVKRYSCANCGFNVAFPGVKSAPESTSVTSPAMIEGEFDDHLSLVESPNLFERLDADCCLEIVDRLSDQDAIR
LTRVYSGVKELINSENLLLRRQLVCFFLRKTFKESDTVLGIGVSCPAGGGKPFVAAVDLLSYEAFKSHGVRKGITGEDFD
YFLPLVLDEDHFQRARPLIDDSLKSLALSFPRKPTASAAPISVVLQTLPALMNTMVFTLVQSCDRQKSELSNHTVVHASE



KALQGYCLLFHLFSKLVREHHYLRREIQRKVDAFISNIECRGKDHVPDLGEFLTYLLVAPNAVEWDKVCGLFLGEILTRN
TLWALQKKPYLAYVEPDNFPSEVRLQHTFEANADGLRLVMF                                       
>Smol_XP_002991561                                                              
MLDVSRVQKELVEIERDKKLSGVSIQVFDDGLSRMRGTITGPIGTPYEGGIFTVDIQLPSAYPFEPPKMQFITKVWHPNI
SSQNGAICLDILKDQWSPALTLKTALLSLQALLSTPEPGDPQDAVVAKQYLREYPVFESTARYWTESFAKRSSLGMEEKV
AKLVEMGFTDEVATAALECCGGDENAALEKLLS                                               
>Smol_XP_002990029                                                              
MAENLPPKVIRALAKELKSLDESPPEDIRVHVNDDNFSSIFADIEGPPGTPYESGVFRIRLLLSPDFPQTPPKGFFVTKI
FHPNIAKNGEICVNVLKKDWKPTLGLRHVLLVVRCLLIEPFPESALNEDAGKMLMEDYEGYAKHARLMTNIHAMKSKPRT
NKVAIAESTVVNSNAEEIHVPLTLNTANKDTSGADAGCNAAGGEAPSSACPSPSAKKPKGDVGTLKLQVDKKKMDVRKKS
LKRL                                                                            
>Smol_XP_002989973                                                              
RQAARLRKELQLMQSNPPPGACVWPSQDTLTHLQAQIQGPEETVYANGMFFLDIEIPQRYPFEPPSVRFKTPIYHPNIDS
GGHICLDLLHMPPNGSWKPSLNIATLLLCIRLLLSEPNPDDGLMSETAAEYKHNRPAFDMKAKQFTEKHATQEHK     
>Smol_XP_002989491                                                              
IVWNDGEEETVDLSEVRLVDRVLDRGELVALAGDPLDQFGVVQSVELLADLRLRNGEVMKSVSSSKLRQVCPFMQGDYVV
RGNWIGRVDEVEENVTVLFEDGAKCKVFRADNYTLVPAEAAEWSCDYYVGMRVRPAKNVVFKTARWLRGGWKSSRDEGTV
CRVDVAALLVYWMGVGVGPVTPTPADYQDVKDVIHLPHFSHSREHWRIGDHTLPPKDVTVGGEVAPKESNDGREVSSTAV
STSSDAVSSNPEPSLAEEALHESSPLQRKRSLSRRCTVRRKAKRKLVPLEIPVRVTRTERLVDVLWQDGSKSARIPATSL
VPVLYLNDSDFWPETYVIERGAEAEMDDDKGYRRVGIVKTIDATQRTARVKWFKRVTSPDEACEFEAEETVGVYDILEHV
DYRYNIGDIVIRLTPQVPKADDSTEKVEQPQAPDDEGKHANDPTDLSWVGSIVGLEDGYIMVEWGSGDVTKVGPHGIFVV
DRNESGDDESSSDDDDDDADSWETVDSNSLSDFEVLLLILAATAIACFVLFQSTPVPAEQPVTREETQGGLLTFVLSSMS
RLISTIMGLRAKKVVAVGEQEDIEEPDELVCEMLLVRKSPADRHFDQNTNDHSTECSVRPLTEFKSFDMVKDASDHHFAD
VKNEVPNQRKWLKRVNQEWDILQKDLPDTIFVLMYEDRMDLLRAAIVGATGTPYHDGFFVFDLYLPPDYPNVPPMVHYHS
GGLRMNPNLYENGKVCLSLLNTWSGRGSELWNPGTSNILQVLVSIQGLVLNAKPYFNEAGYDNQTGTGEGEKNSIAYNEN
TFLLSCKTILYLLRNPPMHFEELLKSHFRYRGFKFLSLCRAYLGGLPVGRNPADSSEGSPEKQEESSAGFQLILRKLVPK
LAAAFVKIGATECREFE                                                               
>Smol_XP_002988778                                                              
RDPLENCFASPKANNCYEWVSTIVNASEILLDFIGSFYKVNISLPRNYPLKPLKIMWK                      
>Smol_XP_002986261                                                              
MIKLFSVKQKQKEAADGANGKPSAGKKQTPGELRVQKDISELNLAKSTSIRFPNGKDDLLNFEITIGPDEGYYHGGLFVF
TFQVSGIYPHEAPKVKCKTKIYHPNIDLEGNVCLNILREDWKPVLSINSIIYGLQYLFLDPNPEDPLNQEAAEVLRTNPK
QFETNVRRSMQGGFVGGHQFHRCV                                                        
>Smol_XP_002982217                                                              
MAGAIANSNLPRRIIKETQRLLTEPAEGISASPAEDNLRYFSVMILGPAQSPYEGKISLLELFLPEEYPMAAPKVRFLTK
IYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPEDPLDENIAKHWKTDQGGAIATAREWTQLYATSN   
>Smol_XP_002977476                                                              
MSTSVPQKALSKIATNRLHKELKEWENNPPAGFKHRPTDNLQRWIIEVSGAPGTLYANEQFQLQVDFPEHYPMEAPQVIF
IHNPPFHPHVYSNGHICLDILYDSWSPAMTVSSICISILSMLSSSTVKMRPPDNDRYVRNCRNGRSPKDTRWWFHDDKV 
>Smol_XP_002971734                                                              
MLDVSRVQKELVEIERDKKLSGVSIQVFDDGLSRMRGTITGPIGTPYEGGIFTVDIQLPSAYPFEPPKMQFITKVWHPNI
SSQNGAICLDILKDQWSPALTLKTALLSLQALLSTPEPGDPQDAVVAKQYLREYPVFESTARYWTESFAKRSSLGMEEKV
LVAKLVEMGFTDEVATAALECCGGDENAALEKLLS                                             
>Smol_XP_002970489                                                              
MSASAATGSGTAGRPWNSTTSLTASAKRIQKELAEISADPPENCSAGPKGDNLYEWVSTIVGPSGSPYQGGIFFIDISFP
SDYPFKPPKVVFRTRIYHCNIHPSGQIFLKILEENWSPALTISKVLVSICALLGEPDPFDPLVGSIAHEYLSDRHLHDKS
AMEWTRRFAH                                                                      
>Smol_XP_002967264                                                              
MGESQASLLLRKQLKDLTRNPLDGFSAGLVDDSNVFEWAVTIIGPPDTLYEGGYFNAIMSFPGNYPNSPPSVRFTSDMWH
PNAVYPDGRVCISILHAPGDDPNGYELASERWSPVHTVETILLSIISMLSSPNDESPANIDAAKEWRERREEFKRKVSRI
VRRSQEML                                                                        
>Php_XP_001785852                                                               
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPQDSPYSGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDKTKYEGTARNWTQKYAMI            
>Php_XP_001785609                                                               
MISGGSVVVPRNFRLLEELERGEKGIGDGTVSYGMDDGDDVFMRSWTGTIIGPSHSVHEGRIYTLKLFCDKDYPDKPPTV
RFHSRINMTHVNSETGLVDPRYFPLLANWRRNHTMEDILVELKKQMASPANRKLPQPPEGSTF                 
>Php_XP_001785324                                                               
MVKEVSSLSTTLPLEWESGIHLCVDENRMDVLRALIIGPNGTPYQNGIFLFDIFLPADYPQVPPSVHFLTTGGGKVRFNP
NLYDTGKICLSLLGTWSGPGWTPGKSTLLQVLVSIQSLIFVRDPYYNEPGYEKKKSTDQAERENMRHREHTLSLAVLAPL
RKPDSMFSNLIYEHFKHKREEVEQQCNEWLNLTTEITAKQRMASLVKDIQSELQNRYD                      
>Php_XP_001784500                                                               



MAEERYNMKNPAVKRILQEVKEMQNNPSADYMSLPLEDNIFEWHFAIRGPSDSEFEGGIYHGRIQLPPEYPFKPPAFMLL
TPNGRFETQTKICLSISQHHPEHWQPSWTVRTALVALIAFMPTKPDGALGSLDYTKEERRKLAINSRLSAPKFGNAERQA
LINEVHWDHSF                                                                     
>Php_XP_001783467                                                               
MADRACVQRLQKEFRALCKEPVPHVLARPSPTDILEWHYVLEGSKNTPFEGGVYHGKVKFPPEYPYKPPGISMITPNGRF
ATQKRICMSMSDFHPETWNPMWSVSSILTGLLSFMMDNTPTTGSVSTSDVEKQRLAQNSLAFNCKSVVFRKMFPEYVEKH
LERQRAAEQVVAEQANQNGVHVSCTLNSSGPQSDTLTTANNGHVERKGRQQKPSEKFPFWLTALIVAVFASIMALPLLTL
DLTHS                                                                           
>Php_XP_001781787                                                               
VPRDFRLLEELERGEKGIGDGTVSYGMDDGDDVLMRSWTGTIIGPNHSVHEGRIYTLKLFCDEDYPDKPPTVRFHSRINM
THVNPETGVVEPKYFPMLANWRRQYTMEDILIDLKKEMASPANRKLQHLRKEAHFRRNRLKPNDLQTFIY          
>Php_XP_001779914                                                               
MKSLTASAKRIQKELADITVDPPPNCSAGPKGDNLYEWVSTIMGPTDSPYHGGVFFLDINFPSDYPFKPPKVLFRTRIYH
CNINNNGQICLDILKENWSPALTVSNVLLSICSLLTDANPLSDDPLVGSIAQQYLSDRPAHDKTASEWTRRFAQ      
>Php_XP_001778399                                                               
MSAATANTNLPRRIIKETQRLLSEPAPGISASPSEENLRYFNVMILGPSQSPYEGGVFKLELFLPEEYPMAAPKVRFLTK
IYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLAENIAKHWKTNEQEAVETAREWTRLYASGA   
>Php_XP_001776874                                                               
MSGGIARGRLAEERKAWRKNHPHGFVARPETCADGALNLMVWQCTLPGKVGTDWEGGFYPVAIHFTEDYPSKPPKCKFPQ
GFFHPNVYPSGTVCLSILNEDSGWRPAITVKQILVGIQELLDAPNPADPAQTEAYQLFIQDPVEYKRRVRQQAKQYPPPI
>Php_XP_001776786                                                               
MSSSGYGQKEKVLSRIAANRLQKELTEWQVNAPCGFKHKVTDNLQRWVIEVQGAADTLYEGETFQLQVDFPEHYPMEAPQ
VIFMHVPPLHPHIYSNGHICLDILYDSWSPAMTVSSICISILSMLSSSTVKARPPDDDRYVRKCRNGRSPKETRWWFHDD
KV                                                                              
>Php_XP_001776733                                                               
MKSLTASAKRIQKELADITLDPPPNCSAGPKGDNLYEWVSTIMGPTDSPYHGGVFFLDINFPSDYPFKPPKVLFRTRIYH
CNINNNGQICLDILKENWSPALTVSNVLLSICSLLTDANPHDPLVGSIAQQYLNDRPAHDKTASEWTRRFAQ        
>Php_XP_001775540                                                               
MSSSGYGQKEKVLSRIAANRLQKELTEWQVNPPCGFRHRVTDSLQRWIIEVHGAPNTLYEGEEFHLQVDFPEHYPMEAPQ
ALLLRLCLCKFLHCTLTSTAMATFVLVNILYDSWSPAMTVSSICISILSMLSSSTVKARPPDDDQYVRNCRNGRSPKETR
WWFHDDKV                                                                        
>Php_XP_001775171                                                               
MAGIEEEYRIWASDKESVLRVLSVELREASDTDLTLLIKGRKVQILIPSTYHNLGLPTLNDDNCSEVFLLLHHGKISGKM
KESMLALSERLEQISIQPKALHRVLDLLLATLQKLEVQGGSKDSNSQHVEHEDIRDREISDEEESDDQSDYSDSKCRKLE
EGCLGDDDGDVEAYCHGIAMDEAGTVCPSEYEIRERLSFQDLVEDARRQCEAVQVQKSRDLKNPLMWFCVGTKPSLLTVQ
LQFDLVGMVDERIAAGLGLTLDEPVSLNLEFSKNMWTETTLRSIKMLKYERIYATQFSRISEARIAEPDDIDRFLEASDG
AGHRSYGLDVLLPELTSRFFAVLNRQGSESSGDYVHMEGLHENVNNKNPFIGLALAICHQLRLLPGRCLICWKKLSCSVT
RMRTCDEDLCLYRFEELGLGVSVLDEVKSSPELVEVELSLAHTALESARDVFEPFPAFLLQDKEIRGRSGWFSNDTVRES
ASKLTNLTQKMWDDLEDMDESEPLKSNKNSELLREILASIPPIDKIQKCADERSLKKVLTRSWYCYLYDGYKRAPHGGPV
VAQVSPEMAEANPSPRPMHRSQLGGSQAEMVEVWRKVAKMAYDVMRFILMTNRLSLYRLRSEEEVLQPKTTPKNLHGVGV
GFHPMMKSKMKLNMEPKDLHAENSVTMYQFAVLHDSPEREARFIRRREEANGSFFAYHGSSAENWYSILRNGLRSMSDTA
FMSTGAAHGEGIYLATNLSTSIGYARNGLSREQSVLKDGFRCVAICEVVNGSARSNTGVPSSSRQFEGKILVIPRENERD
VAIRYFLVFKPRSMRSFASFEIDGCMLSGSQVDLLLHYQQLLRSYVETCSLQQEARMWARRGILRAIAAKSQGIDINAPP
PSPFPSKNSFDLIQRRSAEKFDAAATTMMRTKRPKTSTAPNSSTSAPRAVMQEYKNLLSAIAMSPPIECLIHRDDPAPML
SGTTVSIPDESNLCLWRISLNPYLFKESKNLYNDFKELKKLRNSVEDITVELEVKFHPTFPFDPPFVRVLSPRFKTYSGH
VTIGGSICMELLTASGWSPACNFESLLVQVVMAFLEGEGRLDMKVRQEYQESEAREAFLRAARSHGWNTS          
>Php_XP_001774488                                                               
MAGNLPQDVQQHSSSIVQPAAGKLPKPASQLVDSHSVSRRLQSELMSLMMSGDPGISAFPEGDNIFSWIGTIKGSNGTVY
EGLSYKLTLKFPTDYPFKPPVVKFDTLCFHPNVDQFGNICLDILQDKWSSAYDVRTVLLSIQSLLGEPNNDSPLNSYAAA
LWSDQEEYKKVMRKQYRDAAALAK                                                        
>Php_XP_001774100                                                               
MAENQASLLLRKQLKDLSRNPVDGFSAGLVDDSSVFEWNVTIIGPSETLYEGGFFNAIMSFPPDYPNSPPTVRFTSEMWH
PNVYPDGRVCISILHAPGDDPNGYELASERWSPVHTVETILISIIAMLSNPNDESPANVDAAKEWREQRDEFQRKVRRIV
RRSQEFA                                                                         
>Php_XP_001773359                                                               
MSSPSKRREMDVMKLVCPYQEGTWKIRVELPDAYPYKSPSIGFVNRIFHPNVDEMSGSVCLDVINQTWSPMFDLINVFEV
FLPQLLLYPNPTDPLNGEAAALMMRDREHYEQKVKEYCERYAKAEDIGRRPEEESSDEELSDEEDCMSSDEEMAGHADP 
>Php_XP_001773168                                                               
MTTSRARLFKEYKEVHREKGGDNDIQLTCDDTNIYRWTAYIKGPVDTPYQEGVFQLAVNVPEQYPLVPPQVRFVTKIFHP
NVHFKTGEICLDILKTAWSPAWTLQSVCRAVIALLAHPEADSPLNCDAGNLLRSGDHRGYRSMSQMYTRLCAVHSNGGRP
GSS                                                                             
>Php_XP_001770510                                                               



DHDRTLAEGSARIVWIDSQESVEKVADLQVVDRAFMHGDIVALASDPLGQTGTVMDVDMAVDLETSNKEVVKNIDSRLLR
RVRALSPGDNVIRGHWLGRVEEVIDNVTVLFDDGSKCKVQHAEPSRLVPSSESLMDDTESPYYPGQRVRAASTGIFKTAK
WLRGVYKANRMEGTVSEVEAGLVIVYWIAVSALHSSAVPSEEQDPRDLVPMTYFTHTNWQIGDRAILPQTSKVSAADAGG
ISSAASEVGALDVRNGESSSLEGSSENIGHNAVELTGSTEGVVDEVAEETADEVAASKQRKIGKLRKVSRKEKKASRKDK
HLEKAALVVNTRTSVDILWQDGSKSSKVDSCSLVPIEHVGDHDFWPEQYVLEQGPDGDDLDNEVRRVGILKSVDAKQRTA
VVRWLKPVARPEELREFGEEETVSVYELIGHPDYAYCLGDVVIRLAPAPSGVFESESYESDASNAEDHDLDVSEKGKDHV
KAQTLRKKSEDLAGEILDLSWVGIIIGLQDGDIEVHWANGLVSKVGPQAVFVVTRDEDDMSSAHTSDLEDENDGDDGASW
TTVDSAEERARLEPANEDDEPRRDARPAQETVDDDLNNPNPPLFKGPIAAAIGLVSRMANGLLGLRGNNRDLAHIRNGQG
RLPSKHGLEEILDDADCGSSRDSRSGTRVLMFENIKHFDIVSDPSDHHYITETAQATSQRRWARKIQSEWSILEKNLPDT
IYVRVYEERMDLLRAVILGAPGTPYHDGLFVFDLYLPPEYPHTPPQAYYHSGGLRLNPNLYENGKVCLSLLNTWTGKGTE
VWDPQESSILQVLVSIQGLVLNTKPYFNEAGYDRQVGTLEGEKNSVVYNENSFLLSLKSMLYLIRRPPMHFEDLIRKNFK
LKGASLLRSCEAYLQGAPVGSLVENKNTSTLADTELVGADKSSAGFKLMLKKLVVKLEEAFKELGVEYDE          
>Php_XP_001768443                                                               
MIKLFSVKQKQREDALNNNGRPIKKQSAGELRVQKDISELNLAKTISIHFPNGKDNLLNFEITIRPDEGYYQGGTFVFSF
SISQVYPHEAPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLSINSIIYGLQYLFLDPNPDDPLNHEAAEVLRDNPRQF
EQSVRRSMAGGYVGGTHFPRCI                                                          
>Php_XP_001768256                                                               
MSGGIARGRLAEERKAWRKNHPHGFVARPETGADGALNLMVWQCTLPGKVGTDWEGGFYPVAIHFSEDYPSKPPKCKFPQ
GFFHPNVYPSGTVCLSILNEDSGWRPAITVKQILVGIQELLDAPNPADPAQTEAYQLFIQDPVEYKRRVRQQAKQYPPPI
>Php_XP_001767274                                                               
MSTPSRKRLMRDFKRLQHDPPAGISGAPQDNNIMLWNAVIFGPDDTPWDGGTFKLTLQFTEDYPNKPPTVRFVSKMFHPN
IYADGSICLDILQNQWSPIYDVAAILTSIQSLLCDPNPNSPANSEAARMYSENRREYNRRVREIVEQSWTAE        
>Php_XP_001766323                                                               
MAITCEDVDGENTCNPSGSARIVWLRSQETEENVTDLRVLDRSFVLGDVVATSANPDGQTGIVTEISMSVDLELPSGEVV
EGIDSRRLRRVRSYMPRDFVIGPGNWLGQIEQVIDNVTVMFEGGAKCKIFRADTERLFPVKGGLMDDTNSPYYPGQRVRV
ATSGVFKDAKWLKGTWNPNKTEGTVVAVEVGSVLVNWITSAHTLPAQPSAAPAMFQKPSALLQLMYISHTNWQLGDWPLL
PPGFDAMEHAEKLIKKQTKIARKERRAAMKRERGAEHAALVVKTKTKVDVKWQDGTKSYGVEASALVPVEYLGDHEFWPE
QYVLDRGSDGEGTDQLERRVMKSIDAMQRTGVVRWLRHTGTFENPLEFEFEENVSVYEIVEHPYFNFCLGDVVMRLTMNK
PEVEPSNFSKDFEQGRRSHCDRPTVDTSWVGNVIGLKDGEIQVVWADGNISKVFFLIFLYPSVIHMNHNYYVKELCKTMS
SHAVSIQNITAVQDDGSAKCSPHEVLDTHRTLVGPNSLTSANNDANQNFGNEDFSFKIDSSHKMEYNILANAAGAKCTHF
LKSSAMQLQIDSQLAGLHPVLASDIYSERFKQFDCVCGVADHHFECYVYQPNPQRKWTKKIQAEWAILEENLPDSIYVRV
CEDRMDLLRAAIVGAQATPYHDGLFIFDIHLSEEFPHVPPVVYYHSGGLRLNPNLYENGSVCLSLLNTWRGKGTEVWDAS
NSSILQLLVSIQGLVLNATPYYNEADYEKQIGLPEGERNSLMYNENALLLSCKSMLYLLHRPPQHFEFLIRQHFEERGPS
ILKICAAYMNGALVGSLNNDLQPEADDSSFKMKSTLGFRIVLGKLLIKLTAEFTKLDGRSNLLALDPPHVSEFLQPCEID
P                                                                               
>Php_XP_001765357                                                               
MAENQASLLLRKQLKDLSRNPVDGFSAGLVDDSNLFEWNVTIIGPPDTLYEGGYFTAIMSFPPNYPNSPPSVRFTSDMWH
PNVYPDGRVCISILHAPGDDPNGYELASERWSPVHTVETILLSIISMLSSPNDESPANIDAAKEWRETKEEFKRKVSRIV
RRSQESM                                                                         
>Php_XP_001764637                                                               
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPPDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRHKYESTARSWTQKYAMG            
>Php_XP_001764104                                                               
MSAAAANANLPRRIIKETQRLLSEPAPGISASPSEENLRYFNVMILGPSQSPYEGGVFKLELFLPEEYPMAAPKVRFLTK
IYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLAENIAKHWKSNEQEAVETAREWTRSYASGV   
>Php_XP_001764055                                                               
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPPDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRQKYESTARSWTQKYAMG            
>Php_XP_001763517                                                               
MIKLFSVKQKQKENSANGRPINKQSAGELRVQKDISELNLAKTTSISFPNGKDKLLDFEITIRPDEGFYQGGIFIFSFQI
SQVYPHEAPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLSVNSIIYGLQYLFLDPNPDDPLNHDAAQVLRDNPRQFEQ
NVRRSMAGGYVGGHHFPRCI                                                            
>Php_XP_001763357                                                               
MITGGSVVVPRNFRLLEELERGEKGIGDGTVSYGMDDGDDVFMRSWTGTIIGPSHSVHEGRIYTLKLFCDKDYPDKPPTV
RFHSRINMTHVNSETGLVDPRYFPLLANWRRNHTMEDILVELKKQMANPANRKLPQPPEGSTF                 
>Php_XP_001762079                                                               
MIKLFSVKQKQKEDARNNNGRPVKKQSAGELRVQKDISELNLAKTTAIHFPDGKDNLLSFEITIRPDEGFYQGGTFVFSF
SISQVYPHEAPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLSINSIIYGLQYLFLDPNPDDPLNHAAAEVLRDNPRQF
EQNVRRSMAGGYVGGTFFPRCM                                                          
>Php_XP_001760917                                                               
MIKLFSVKQKQKEDNAKGRPVKKQSAGELRVQKDISELNLAKTTTISFPDGQDNLLSLEITIRPDEGHYQGGIFTFSFQI
SQVYPHEAPKVKCKTKVYHPNIDMEGNVCLNILREDWKPVLSINSIIYGLQYLFLDPNPDDPLNHEAAEVLRDNPRQFEQ



YVRRSMAGGYVGGHHFPRC                                                             
>Php_XP_001759393                                                               
MSSPSKRREMDVMKLMMSDYKVEMVNDGMSEFYVEFHGPRESPYQEGTWKIRVELPDAYPYKSPSIGFVNRIFHPNVDEM
SGSVCLDVINQTWSPMFDLINVFEVFLPQLLLYPNPTDPLNGEAAALMMRDREHYEQKVKEYCERYAKAEDIGRHPEDSS
DDELSEEEDCMSSDEEMAGHADP                                                         
>Php_XP_001758801                                                               
MASKRILKELKDLQKDPPTSCSAGPVAEDMFHWQATIMGPPDSPYAGGVFLVTIHFPPDYPFKPPKVAFRTKVFHPNINS
NGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHMYKTDRQKYEATARSWTQKYAMG            
>Php_XP_001757897                                                               
NVNLSAKVIRDLARELKNLDDSPPEDIKVYVNEENFSNVTADIEGPHGTPYEGGVFRMKLILSNDFPQTPPKGYFVTRIF
HPNIAKNGEICVNTLKKDWKPTLGLRHVLLVVRCLLIEPFPESALNEEAGKMLMEDYEGYAKHARLMTSIHAMKPKPKSK
VPIAESTSVNAVSTDDAHTPLMHNSANKDNTLDNSLCVGISDTVATTSPTAKKPKGELTSAKSLVDKRKMDVRKKSLKRL
>Php_XP_001755212                                                               
MLDVSRVQKELVEIKRDEKLSGVSIEISEGDLTRMRGTIGGPHGTPYEGGVFIVDIQLPSAYPFEPPKMQFVTKVWHPNI
SSQNGAICLDILKDQWSPALTLKTALLSLQALLSTPEPDDPQDAVVAQQYLRDYATFMGTARYWTESFAKRGALGIKEKL
VKLVEMGFSEDTARVALENCGGDENAALEKLCGG                                              
>Php_XP_001753179                                                               
MAENQARLLLRKQLKDLSRNPVDGFSAGLVDDSSVFEWNVTIIGPCETLYEGGFFNAIMSFPSDYPNSPPSVRFTSEMWH
PNVYPDGRVCISILHAPGDDPNGYELASERWSPVHTVETILISIIAMLSNPNDESPANVDAAKEWRDQRSEFQRKVRRIV
RRSQEFA                                                                         
>Php_XP_001752909                                                               
MIKLFSVKQKQKEDAQNNNGRPIKKQSAGELRVQKDISELNLAKTISIHFPNGKDNLLNFEITIRPDEGYYQGGTFVFSF
SISQVYPHEAPKVKCKTKVYHPNIDLEGNVCLNILREDWKPVLSINSIIYGLQYLFLDPNPDDPLNHEAAEVLRDNPRQF
EQSVRRSMLGGYVGGTHFPRCM                                                          
>Php_XP_001782110                                                               
MHDARLAGRLQKELKMLQDPPPGICVWPVDERNLALLEAQIQGPDGTVYAKGIFKLEVEIPDRYPFEPPNVKFITPVYHP
NIDSGGRICHDILNMPPKGQWRPSLNIGAVLASIRVLLEEPNHDDGLMSDISAEYKHNRALFDDKARRCTERYAVQNSTE
RNVVSCRDTHQGQVISPQPTFLTHG                                                       
>Crei_XP_001703521                                                              
MASQRLLEERKLFRKNRPYGFVGKPLTREDGSIDLTRWECRIPGPEKTAWEGGCYPLSMAFPDSYPDNPPECKFPAGFFH
PNVYPSGMVCLSLLDNDTELGGQWAPSINIVQIVQGIQELLKSPNVYSPAQAPACELLKKDPAAYERRVKEQAKKYPPPE
DEE                                                                             
>Crei_XP_001703225                                                              
MAASAAMLRLLSDLKAIKSEPPEGCSASPLDESNLMVWQATIFGPDESEWEGGIFTLRFTFTERYPDKPPRVRFSSEMFH
PNVYQDGSLCMDVLQDQWSPCHNVSTLLTSIQSLLTDPNCSSPANPEAAQLYLNDRAAYKKRVRRIAQKSLEGC      
>Crei_XP_001702688                                                              
MDLPAATMKRIMRELAELSTSPPEGIRVFMNEQNLLDIQAEIEGPQGTPFENAGMFRMRLTLPTDFPASPPKGFFITKVF
HPNVSTSGDICVNVLKRDWTSETTLRHVFMVIRCLLIQPFPDSALNEEAGKLLLEDYEEYDKRARLMTSIHG        
>Crei_XP_001701577                                                              
MKGSQLSSSAKRIQKELAEISLDPPCNCSAGPKGDNLYEWVSTIVGPSGCPYSGGVFFLDITFPHDYPFKPPKIVFRTRI
YHCNVNSQGQICLDILKDQWSPALTISKVLLSICSLLTDCNPKDPLVGSIAKQYMEDRELHDKTAAEWTKRYAQG     
>Crei_XP_001701556                                                              
MSTPARKRLMRDFRRLTSDPPQGVNGSPNPDNIMQWNCVIFGPEDTPWDGGTFKLTMEFSEEYPNKAPTVKFKTKLFHPN
VYADGSICLDILQNQWSPIYDVAAILTSIQSLLSDPNPNSPANGEAARLYNENRREYNRRVREVVEASWVEDVPAEEEGK
EDK                                                                             
>Crei_XP_001701315                                                              
MLKLFSVKDKQKQQQEAAANVGKPGKLSAGELRIQKDMAELNLPSNITISFPDGKDKLMHFFIAIRPDEGIYRGGKFNFE
FTVPPGYPHDAPKVLCATKVYHPNIDLEGKICLNILREDWKPVLSISSVIYGLQFLFLDPNPDDPLNKEAAQMFVDQPRQ
FEQYVQRAIQYGTYIK                                                                
>Crei_XP_001701298                                                              
MAGKQCMTRLQKEYKSLLKDPVPHITAHPSPSNLLEWHFVLEGAKGTEYDGGVYHGKLVFPADYPFKPPSISLFTPNGRF
ATNTKLCLSMTDYHPESWNPMWSVGTILTGLLSFMYDTQATTGSITTSRAEKERLAAESLAFNAKNPTFRKLFPAWIEEL
TRRATA                                                                          
>Crei_XP_001700765                                                              
MSVPVPRSFRLLEELDRGEKGFGDGTVSYGMEDPDDIHMRNWTGTIIGPANTVHDQRIYSLKIHCDLSYPEQAPKLWFKS
RVNMGCVDQRDGRIDPTKFPMLGNWKREYTLEQLLTEIRRDMSSPLNRKAPQPPEGTMF                     
>Crei_XP_001699437                                                              
MAEAPKFNLRNPAVKRIMQEIKEIKQDTSGDFLAEALESDIFEWHFVIRGPRDTEFEGGIYHGRILLPAEYPFKPPSFMM
LTPNGRFETNMKICLSISSHHPEHWQPSWSVRTALMALIAFMPSPGNGALGAIDFTKDERRILAARSRTELPRFGSAERQ
RVIDDMHARMLTVEAEKE                                                              
>Crei_XP_001699308                                                              
MASKRIQKELQDLQKDPPTSCSAGPAGDDLFHWQATIMGPSDSPYAGGVFFVNIMFPPDYPFKPPKVTFQTKVYHPNVNS



QGSICLDILKDQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHIYKTDRRRYEETAREWTRKYAMG            
>Crei_XP_001697709                                                              
MATARQRLLKEYKEALKQKSEDTGITLIPNETNLFAWRAVLRGPKETPFEGGVFELVINVPEQYPLQPPAVRYRTKIFHP
NVHFKTGEICLDILKNAWSPAWTLHSVCQAVLALMSDPAPDSPLNCDAGNLLRFGDTRGYNSLARMYTLDYAR       
>Crei_XP_001694965                                                              
MAQATRLSTVAQRRIQSELNEWMRSPPEGCCLESCEPMTSWVVIMQGAGGVRLYSDEVFRVRIDFGEQYPLDPPDVIFLA
PAPIHPHIYSNGHICLDILYSGRNGGWSPALTMSKVVLSLRSMLASNTDKRKPPGDAEYCARVGNRSPKLSNWVFEDDKV
>Crei_XP_001694849                                                              
MSGVARSRLQEERKAWRRDKPFGFHARPETADDGSVNLMKWKCHIPGKQGTDWEGGFYPLTMEFSEDYPTKPPKCKFPAG
FFHPNIYPSGTVCLSILNEDEGWRPSITIKQLLLGIQELLDTPNPGSPAQSDAFVLFTQQKAEYVKKVKRQALNYPPPS 
>Crei_XP_001694310                                                              
MVNAALRAALESLRVEYSALGDASPVQGLSLEEGGVGFSVVTRKGAAPVSVNICFTEIEAYPQCGALVFGPDALAPLSER
FQDRGELRAVVAEHPLQPTGPADDEPLRCPLCGAKFGKPGPAAEAKMQKHFEQLHAREHRKRMGSGAGPKGRAHARRYLK
SDKAQQQQPDKPVLSSKHGVAAQRQIFNPREAFAMLSRELQVDEGCVQLWKALVAGPEDTPYGGGLFLFDLYFPPQYPGV
PPQVVRAHFRLRRAHLLDQIRRWAEETAGHDAAAAARMTDMRKELELLIAATT                           
>Crei_XP_001694100                                                              
MTDALAASLLRKQLKELTRNPVDGFSAGLVDDSNVFEWQVTIIGPPETLYEGGFFNARLTFPKDYPNSPPTCRFTSEMWH
PNVYDDGKVCISILHSPGDDPSGYETAAERWSPVHTVETIMISIISMLSSPNDESPANVDAAKMWRENRDEFKKRVARIV
RKSQEML                                                                         
>Crei_XP_001693468                                                              
MALSAVSINRMTRDIKEMTQAPPAGISAWATGNSISRCQAQIIGPEGTPYMGGVFQLRVTFPDRYPMEPPNVKFVTKVYH
PNVSKEDGNICCSVLNMPPKGDWKPAHSLRTVLLSIQSLLAEPNPADPLDADAARELTSHPQLFHSRAAEWTRLYA    
>Crei_XP_001692403                                                              
MALQQQSGSGLAGGSRPVHIVGLDPNPEMLKFAREAAVSAGFSLRDVLCSVPSPTTALSELRRVVRPGGRVLLVEHVGAD
AGSRPLLRLRDLRQWERDYEELGLPVLLHQLEAQDWLARLAINMAPKEGPFAGCVFHLHATFPPDYPHAPPDVRLMEAPP
GFDHPNLFAGWSSALTREREGFYICLDMIKPNSVGPYKGWSSAYDITALVLQLYGFLLADDSIDQAPQQLRVAYGLTCSC
GFHDRPRLRLASSPPPGVVAVPVAAATGAGVEDAAMSDAAAAADPAGLGRNGGGGGGEVVAGGKEAAADGNVAACRLPDL
PMEIIHKIFTHADSGTEAELICFFRKAPPAAATWLHDRSASLRRLSMTHDTLSLAAFAADGVRRSAWNQPFEAFLPLAHL
LDVVARLMNSLVVDICTPPKKKEGGGEPDLDPEMADDPFLDWQGRRQQERPVPRHMSDAALQSFCHLHHLLLTLVARRKS
SCPDLGLLLVKYLLVPRDAAPWAAFAPPFLRELLARQAFFANHLARPSSSAAAMQQLAAIKASYDARNGQPPPPVFDAFN
AHARSVIAQRGWGDFLSAGWFSKAFSFLNTAEHKNHWWCVHTPVIRALSETLFYEAQPVVQRLWAENTRQLSECAECIKQ
YRAAQAHFASSGPDAVKVVLGLFEALSHPSLLADAQVLLQALQPPALAAALEAAPDLPAALVAHILAWRRAAASALMVDV
VGALLGSLAASPATPHPALRAPLNLLLRQLRVVEAAAAVVCLVLQADATALAAALDHSRPTSALRRVCPSALEPLRLAPA
DACHAGGGGAEGGPGSTSAPMPLSQAAAHVAELEEGAADGSGFAAPGAWQGPGGRSAAGALLSATQWSVRPRPEGPNACA
VPVVAAAPQLLARLRDATGHSKVVEELAGLRPMDRLMASSCLAPSLLCVQAVLRAAADHDGLHGPAFELALRAWALGGLP
VYRARRECRGAVLPLLQLLAPCWYFLLQLDGELRMRLASLFPEVAPGQPASAAAADSDEEELRRLPAVPKAGGAGARTGK
AGAGAGAEDFNLTDTLRALESAVVLTMKQVVRQVLQLRMDVLLPLVGSSNGGSGSSRSLTARGSLLKGQKVPESFADLHH
YTDTFRTTCLVPNFREFHALCNLWRLHDPTSGLEAAFNEPQRAAILAALAPTPTFTLVQGPPGTGKTSAIMGMLSVLLAR
PDIMAYREALDAFDFANPPRSRVLVCAQSNAAIDELLTRLVGEGVWRADGARRPPAVVRLGRVELHFSTSPKCFPSVLPS
LQAQHELEEAEKRILRKQQQQGQGQGPDTANRDKGKGKGSSKGSKTKRAARKRRPGGGGGSDGSDADMDLDSNGSGSDAD
SGSEDGEPVDKDPPEPGEAKQLAALRERKERLWERFKFTERNQRRGGREVERQRKELRQAVVLAAEVVALEPAALIPLAL
LQPGAKVRGAAGQYRMHPAISRLGTLAAAVAASAIRDEPPPQNPVTPLIVNTRRDVSRVHGSAAPYASATGPYSVTRFPS
SFFYSNELLDGETVSAAARAAPCHHHPLLGPLVACGSAIRTGGRGREADVVIFSAPSLAGAAAARGGGGRADARAGQRRI
RRPECGGACSQAAGTSRHGRG                                                           
>Crei_XP_001691462                                                              
MRSLQRCPLATGPKPQISHIEPVNDDNMLLWRLRVLPAFDEDVAAGRQLNADLRRLGQMRGSGGQDYILMEVSFPQDYPT
NPFFLRVVSPRCVMYTGHVTAGGSICIEALVATGGPGGWQPDYCVEAVLVLVLANMLTAEVAQVRTATGPGGISGPLRVD
LSAGLAPYSDFEARAAYDRTVANHGWRPAAAGAGGGGNAAAAPTAGQGVPPGVVSLLDDDDDDQVASKRRKERAAIKELV
ANGLSADDARELLLEQCGGDLDAALGVAMQSASFLSRSRVVRVERVQNWRMWTKYCIRRSEILETLREEVWGGGAAGRRP
KQDATSANFGSLNEFYMWHGTSNVVIEAVVRDGFDMREASRAGSLGEGIYFAANASYSLAYTLSKQALKPAPGAYGGFAG
AAGGTAAATRAGGAPQQQPQQAPLVFPGSAGAMLLCRVAMGRLTAGGMGMRKPPKGYDSVHMGSTAQSLAAATALQAAEA
ADGTGEVWEVQRVLGRDLIVTVFDNMQAYPEYIVHFN                                           
>Crei_XP_001691051                                                              
MQPGGKLALPCLADAAIFLRQDEARTDKMRAVITGPQGTPYEGGLFVFDIFCPAGYPSDPPVMMVYNTGGGKARYNPNLY
ADGKVCLSLLGTYNSGHTSEKWNPELSSIYQVLVSIQSQILVDDPMTNEPLSETMAGTSEGAAKTAEYNARLQLMVMRHA
MVDCLRHPPPGTADLVRRHFGLLRHRLADTVRRWVRAAPTEDLRTKLDEQATVLLRILAEL                   
>Crei_XP_001690015                                                              
MSASPSKRREMDVMKLMMSDWKVELVEDNISEFNVDFAGPKDSPYEGGLWRIHVELPEAYPYKSPSIGFVNRCYHPNIDE
ASGSVCLDVINQTWSPMFDLVNIFEVFLPQLLLYPNPTDPLNSEAAALLMREPQLYANKVKDYVQRYARPEQLLGHNPVS
VNNKSSDDEEGDGDQKMGGDGEESEGAFLSDSDDEA                                            
>Crei_XP_001690010                                                              
MNPDQAAQAAQLPRRIIKETQKLLSEPAPGISASPSEENLRYFNVMILGPQQSPYEGGVFKLELFLPEDYPMAPPKVRFL



TKIYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLAEHVAKHWKENEKEAIATARQWTAMHAQG  
>Crei_XP_001689734                                                              
MAVDLGRIQKELKQEIERDTASGVTVHLKNNSLQHLTGYVPGPKDTPYEGGLFAVEINLDNGYPFVPPKMRFINKVWHPN
VSSQSGAICLDILKDQWSPALTLKTALLSLQALLSSPQPDDPQDAVVAKQYISDHETYKKTAKYWTEAFANPNATAPEEK
IAKIVEMGFDRAAAISALQEAGGDENAALEKLLG                                              
>Crei_XP_001689499                                                              
MASAAASRLQEERRQWRKDHPPGMTAKPTTAKDGSTDIFVWDCKVPGMKGTFCEGGLFPFTIKFSPEHPHKPPLVFMPKG
FFHVNVFDDGGVCLSILKEVVPKHLGDVSGWRPSFTVKQILIAMQVGLDTMQVCAHAGRASGLIRGTGFRFGCFGSVANF
AVAHLKARSEKEYLQRMKDQTAKYKAEDDEDA                                                
>Vcar_XP_002958888                                                              
MADAPKFNLRNPAVKRIMQEIKEIKQDTTGDFLAEALETDIFEWHFVIRGPPDTEFEGGIYHGRILLPAEYPFKPPSFMM
LTPNGRFETNMKICLSISSHHPEHWQPSWSVRTALTALIAFMPSPGAGALGALDFPKDERRALAARSRVEPPRFGSADRQ
RLIEEMHNRMDRNPGRAALGSSGSAPTAAAAAATAMAAAAAAASASERQDSGVARSSTAAMAPVAAATVVPNAAAAAAAA
AATSTDHMLTALMWALYFGIGAILLRKVMGVIGFDLNELMQ                                       
>Vcar_XP_002958782                                                              
MNADQAAQAAQLPRRIIKETQKLLSEPAPGISASPSEENLRYFNVMILGPQQSPYEGGVFKLELFLPEDYPMAPPKVRFL
TKIYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLADNVAKHWKENEKEAIATARQWTSMYAQG  
>Vcar_XP_002958335                                                              
MKGSQHSSSAKRIQKELAEISLDPPCNCSAGPKGDNIYEWVSTIVGPSGSPYAGGVFFLDITFPHDYPFKPPKIVFRTRI
YHCNVNSQGQICLDILKDQASAWSPALTISKVLLSVCSLLTDCNPNDPLVGSIAQQYLTDRDAHDRTAAEWTKRYAQG  
>Vcar_XP_002958085                                                              
MLKLFSVKDKQKQQQEANAGAGKPGKLSAGELRIQKDMAELNLPPNITISFPDGKDKLMHFFIAIRPDEGIYRGGKFNFE
FNIPTGYPHDAPKVLCTTKVYHPNIDLEGKICLNILREDWKPVLSISSVIYGLQFLFLDPNPDDPLNKEAAQMFVDNPRQ
FEQYVQRAIHYGTYINNVHFPSCTA                                                       
>Vcar_XP_002957534                                                              
RLKRITGEISGLATGLPLDWEAAAFVAVDDNRVDVIRALVFPASDTPYANGAFIFDIYLPPEYPNLPPKVQFLTTGGGRV
RFNPNLYEGG                                                                      
>Vcar_XP_002956171                                                              
MSTPARKRLMRDFRRLSSDPPQGVNGSPNPDNIMLWNCVIFGPEDTPWDGGTFKLTMEFSEEYPNKAPTVKFKSKLFHPN
VYADGSICLDILQNQWSPIYDVAAILTSIQSLLSDPNPNSPANGEAARLYNENRREYNRRVREVVEASWVEDVPPEETAT
S                                                                               
>Vcar_XP_002955932                                                              
MFRKNRLFGFVAKPATREDGSVDLRLWHCRIPGPSGTSWEGGSYPLTMIFSDAYPTQPPECLFPPNFFHPNVYPDGKVCL
SLLNDDSDLGGQWAPSISISQILQGIQELLTSPYIKSPAQIPAYVALKSDKAKYERMVREQAKKYPSVEDE         
>Vcar_XP_002955388                                                              
MASPSKRRDMDVMKLMMSDWKVELVEDNISEFHVDFYGPKDSPYEGGVWKVHVELPDAYPYKSPSIGFMNRCYHPNIDEA
SGSVCLDVINQTWSPMFDLVNIFEVFLPQLLLYPNPTDPLNSEAAALLMREPLAYANKVKDYVQRYARPERVLGHNPAAV
NNKSSDDEEAEVDGEGDQKMGDGEGAGEEESEGGFLSSSEEEDS                                    
>Vcar_XP_002954400                                                              
MSGVARSRLQEERKAWRKDKPFGFHARPETAEDGSINLMKWKCHIPGKQGTDWEGGFFPLTMEFSEDYPTKPPKCKFPAG
FFHPNIYPSGTVCLSILNEDEGWRPSITVKQLLLGIQELLDTPNPNSPAQSDAFLLYTQQKAEYCKKVKRQALQYPPPS 
>Vcar_XP_002954385                                                              
AFSMLSRELLDFLRARHVDCSVETGGDDLYHWILWKVIVVGPEDTPYSGGCFVFDLYFPPQYPNVPPQVRTCVPLRVCFR
DNIRFMEKICVAKLLWRTDPGRRG                                                        
>Vcar_XP_002954336                                                              
MATKSLSVVAQRRIQSELNEWLRNPPEGCCLESYEPMTSWVIIMQGPEGHGRLYADEVFRIRIDFTENYPLDPPDVVFIP
PVPIHPHIYSNGHICLDILYSGHNGGWSPALTMSKVVLSLRSMLASATEKKKPPGDAEYSLRVGNRSPKLSKWVFEDDKV
>Vcar_XP_002954063                                                              
MELSTQVLKRLMKELQDLVTNPAEGIRVFINEQNLTDIQAEVDGPQGTPYENGVFRMRLTLPSDFPASPPKGFFITKVFH
PNISTNGDICVNVLKRDWTSETTLRHVFMVIRCLLIQPFPDSALNEEAGKLLLEDYDEYDKRARLMTNIHGMSMAKRPTP
TPLTTSGANAGGTSSSETSKKEKEGATESSSPTLKKAKSDQGKNTATAGATSTMAKVKKGLKRL                
>Vcar_XP_002953636                                                              
MGDTLAASLLRKQLKELTKNPVEGFSAGLVDDSNVFEWQVTIIGPPDTLYEGGFFNAKLSFPKDYPNSPPTCRFTSEMWH
PNVYDDGKVCISILHNPGDDPHGYESAAERWSPVHTVETIMISIISMLSSPNDESPANVDAAKMWRENREEFKKRVARIV
RKSQEML                                                                         
>Vcar_XP_002953107                                                              
MGFSLRGVCVVNQEYKEALKAKPEDTGITLIPNETNLFAWRAVLRGPKDTPFEGGNFELVINVPEQYPLQPPSVRYRTRI
FHPNVHFKTGEICLDILKSAWSPAWTLHSVCQAVLALMSDPAPDSPLNCDAGNLLRFGDIRGYNSLARMYTLDFAKAKIA
GVPDR                                                                           
>Vcar_XP_002952512                                                              
MFQNFPHVLRKRNSCPATDSTPVTWDAQKELKEIERDKASGVTVELKNNSLQHLIGYVPGPKDTPYEGGLFKVDIKLESS
YPFVPPKMTFLTKVWHPNVSSQSGAICLDILKEQWSPALTLKTALLCLQALLASPQPDDPQDAVVAKQYLNDFETYKKTA



RYWTEAFANPKADAPDEKVERIVEMGFDRAAAIQALQRAGGDENAALEQLLGGV                          
>Vcar_XP_002952042                                                              
MAAQARLVEERKDWRKDHPPGMVAKPATRSDGSTNMFEWECKVPGLKDTFCEGGMFPLTIKFSPEHPHKPPRVYMPRGFF
HVNVFEDGGVCLSILKEVVPGHLGDVSGWRPNFTVKTILVAIQELLSNPNFGSVANMQVHAMKKRSQKEYLRQMREQTTK
YTPKDDES                                                                        
>Vcar_XP_002949242                                                              
MAPSKVSINRMSHDVKVLLDGPPVGISAWLPCENNAATVEAQIMGPEGTPYAGGLFQLRILFPDRYPHEPPNVKFKTKVY
HPNISHDGNICLSTLNMPPKARELKTHPHLFRSRAEEWTRKYANPDGCLAAAVAISSIGGQPSAITAGQSGAGAQEKAGM
NLVQGTGQEKEPVLPAATGGRANTDEPEVSRGGPASLGSLSAAQPFGQATAIAAGKGEMPTRARNRVAVREAAVIELAEA
NPKESSESKAVDFDSTVYNSANLGNGTILYDARAAEASTSSETASVSEIGNGNGKENGVSTNGVHASTSSNSNGNGVVAA
SSPPVDAPAAPSKPAAPSPPVSEVAPMSTVSLDNAMDPQAGGQIETVAATAPEAKKPTTAAGTPYSNPGGRWSQFKTYSV
FQRTFEIWSFAFQFAWRYVLLNQKFTYGKEGMVPEAVSARKKELAIWLREGLVRLGPTFIKIGQQFSTRVDVLSPEFVKE
LEKLQATAWLRHDNVPPFDREAARSILEASLGKPVEEVFEEFEMEPIAAASLGQVHLARLRSGQRVVVKVQRPGLKDLFD
IDLKNIRALAVWLQKVDPKTDGAARDWVAIYDECSRILYQEIDYRLEGKNADRFRENFADVEWVKVPKVYWEYSGQEVLV
LEYVPGTKINDGPAIDRLGLDRKRLARLSVESYLQQILRHGFFHADPHPGNVAVDPANGGRLIYYDFGMMGSLAPEVKSG
LLELFYGVYNRDPDRCLEALTTMGVYLPTGDKTAVRRTAEFFLKGFQERLDSQRAEREAKGVDYNKSFKPQRTKASAGSF
REERHDEAKERRRQILASIGEDLLLAANDQPFRFPATFTFVVRSFTVLDGIGKSLDPRFDISEIAAPYARELLLEGNPVG
SKLQREFKKGLENQNRALKNLFVGPNKIDDIAVTMQRLERGDLKLRVRALEAERALTRVQAWQRVIAAALAASTLVNIGT
VLSVSALTTGATASFVGAALFGFMLLKNYLKVLQLEKKELQLSGQTV                                 
>Vcar_XP_002949062                                                              
MASKRIQKELQDLQKDPPTSCSAGPAGDDLFHWQATIMGPSDSPYAGGVFFVNIMFPPDYPFKPPKVTFQTKVYHPNVNS
QGSICLDILKDQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHIYKTDRRRYEETAREWTRKYAMG            
>Vcar_XP_002948310                                                              
MDPPAQDGDFTDEDMELQLALALSLQPAGGVDLASLLQQFLAGHMPPPQQQFQQQQQQPAQDAAAALAAAAMAALGGAPF
GQTAASAAASGSATASTGASRPPPGWAARLQAWYNSAKAPAAFSAGSAMLAGPEQLQAFLGHLATALQIKVVADSTAIAA
GTLFLKTATTAGGSREVTAESLRGLLASALLQRKVAPKDKLQAIHRVHGTLPSPASLPGDGAGGVAAALELFSGVLCREA
IALLRDDGADLYFDTGAQTTAFVDALAGGSATMSEVFLDSLLDASATEREAAVWRRLMRDAIRSAFAPAAKLTDAAGFER
PLAVLDRVTSTHRLQQCLSAMLLEDVEAAARARPGQAAKALEQSCVLASLFGASPMPNSQDALHFYKVTSPARQAFLETR
GYPKNYSAGQTCRTVLQAMMARVQDGAGHLMLRLSRVKDGGLSREALLSWVAAVGRVNVVRRAFGEAQEMRNQQDVADFL
AGGSDGFLLNVTGGCLRLAQPFVNGWLDLYRNGADPLAATAAAAAGGSTLQPLPRFADLFDKHLRPEYYRTQRHRLGDLS
GVYNAQGSRGSGGFTADDDPPTTAPPLLVPGDMVGGEGSPSFMADVFFLTQLMMHVGPIPCVYRRRAILHRFRQRYQMEM
GAAAGANGDGGLDPSEVRSGRDPWANPLATEMRLYDDCCESHLNEPLFADNLTAFAVLELDWMAWLSRGGAGDPSVVMRL
VPEYALGDALDWLTAVLYAGRADLVASKPIAVIMRAMVTLLNANDVVRSAMLQNKIINLLLAMLASQLQNVQAREARGLA
LAPDRMSTGERALRDLIPALLRAHVNAELVVGLDVDKDSYDKYGMRYHIDKILEELIKDSVLKRCLTDLAATTSSGPTEA
LLPANAAASASSSGSSAVEPGLFSDYASGIVNTVMHYFKDGLDRLADIYAIERSKADAAAWEAQPAEERQRKEDFYRGQQ
RAAVGFLSMGVANLKWLNTLTADPLIATAFLHEPLLGKTAFLVVSSLELLLGDACKKLQVKKPEQYGFDLPVLVGAVLAL
QLQLGRNDRFVQAVVSEPDYSEEHLETHHQALLETRLRTFLARAAELRGTGLGAGGDGLVVPLSGTADAAAGEASPGADS
QPPLKRRKSGEGSGVEPMEAEPRRPTGLYCEAVRVPGPDLTEAEVEKLYAAELGPLSIGEYDSSVPGGYFKEMARLAEQD
SGASRKKMRQLAKEVNDMQPGGRLALPCMAAAAIYLRQDSARVDKMRAVITGPEGTPYEGGMFVFDIFCPAGYPNDPPVM
MVYNTGGGKARYNPNLYADGKVCLSLLGTYNSGHTSEKWNPTLSSLYQVLVSIQSQILVTDPMTNEPLSETMAGTAEGSA
KTAEYNSRLQLLVMRHAMVDMLLHPPPGTQDIVTRHFHLLRRRIAATVQRWVREAPSEELRGKLDEQAVRLLELLAKL  
>Vcar_XP_002948060                                                              
MSTGQGGGHLDQSFFRIATECAGVLKDFCRGQRAKAKKALQRLAQDHPNSFLPHRYLARLLYHESARVEADQQVSCGTLP
SHRRLALLHSALLEAKQASELAPGSLSSAALRATLLVNLLVEESALQGGLAKPQEEPLQPSDQVALDTFTELSGSGSSAA
PGSGDVAWYQLQPEARCEAIKREFREAIAHCVRTLECNTPLLVEPVITISDAHARTCDPCCLRVQDSIVEWVKQDNWQRI
VAEKRSVLACMHQVLESCHTLLDSTHIPVDGIVRLLQHILRPHQQDLQLWASQLLLSKGSVDDLQHKFETQAAVTELLRM
LRPGRPSEELTAGVGASQPGLTQLCPAAVQMHASASAALPQAQIQQTQQQPMVASVSGQVAAAPAEVVMAGRVGSGTANS
QPLPPPPQQELAACLSAEQEWDEVREGITMPSVGAGVAGAGSGGRRAGGKVKNKTKGNDAARGTRKERSRYERYMDVETF
WRTTSPEQRRELLKVPMAALLKGVRREQGNDAVDELIEGLVLLREQGNRAACYWLCPVCEQKFHSSRDFLGHVEMVHEGL
AVQARPCFCGLGADAANVSHAQGQGQQQYGLESSSAQQPLKFGEASDEWLAPFPAASLSAPLMVPDPRAGLPVPSGPATL
PPSHAPGTRLRGKRSSGGSDVSADSILGQSLHSRSLSEPANQGRQAGEQGHGEVGTGSSMVDDGTDAGGAGSSSATWRSW
WPTRLMQGWAGKGQQQQGPGQQPQQPAPGSLPSVNARDSGRQEARQPNFDGGGPPGALRFTAKAPSSPKCANDSGTAVHN
DGVSHPLLAAGGLLARAGHAAGATELVGVDGFGGRMNGMVVEVMTRLREIYLTDRDLGDTTLGHITQFVYRKLGAGAAAD
DLNLASCPPGPRAVLLEFLSQPSIVFQRPQALAVVLGLLPLADLQIVAAYAVRQHENAVSGMEAAARDIAAGSDEDGNGA
QEEEDECDGTGGGVGGSGSEQEYQLDLAARLEAARVAAAEAAVASHLAAPMPRARRRLRYTSRRAPAGATAAQQSSASLP
PSSSASQCAAVQSQLQQQHNNTGPGTPPLPPHACGSLHIGGSHALSLNRVNDDASAEEVSEEEMESAVDGVEYTLGPDGE
ALRGMSPHHSVATADATMSRSHQHQLEQLRHAGGGGVHLVTGAGAGVNAILCDDERSMEGSLVEDGDEEVSEDVEGAEEE
LSEEEDGVSLVPDDEDEEEDGPCVSLFNVAGDVELGFDRLITQMWGGGAENDDAAVATLDQQTTNTGNASTSGHGGSGGN
SSNRNRSQQQGNRGGRNQQQGRQQSPTSRSGGANSAAAAVPGGPLSSVVCSAGAVGLPDDPVLAEELVGPREDEPYLVVA
DWWLQHLRLNGGGPVPDELRVLRWVYGNIINVQAEEFCARQRELRGGRDRDTAILDLYDEVAAVWRSLQAVTDKRSRLEA
LRRAARGHFAVVRRLEEAGGHATLDQATEFLDAVLSGYCQGQQSGAATGAGTTAGPCSDAGPSGPPEQPGTPTTSEAVGT
AAEGPASGTGAAVTTPAASVSADTATATASGSTVTGPSGPLLYLCERAVEVVRRHPALAQEPSQRYATALLERELSVLAL



VEVMVAAEAEDAARERGVAEESLKRHRAEHRDAEAEYQRVQAEGPASHRKKDLLDKATKEAEHREQLRELAARLASLSDS
IAADEGNKTRYAEKQDEAERELAYVRDAIRQTSARRASLLDVCATLDVPFAPPPPHHPRAHLQQRLNRSGPGGGGSGVAP
VDQVPVNGSVAASFPPSDADVCSAAMALGPPSGGGLAAAAADMEWRATRLECLMYRVLWVSEAVKMFQPQYNPRPTTHHY
NLFIRATHWAKQLSEEYEESIRAYCCELERLRARLRDVAAVDLGYEIGAAALEVVRRRIEAAARAAREAASLTLLKELEE
EEERRKAALAAAKDAKDAGGGAAASSSKKAGANKKAAKASQDSRNRAQKEKERELARQVEEEARRRAEEEDKERVAAARR
AREAALEAELERRRRELEELEAQREAEAIRAAQEASLREQQLREQREREQREGEQRERELREEQREKAEKASAAAVLQAQ
ANVPALTLQQQQPAAAGTVAGQRAGVVQPAAGQTTTGGRKQEAAGMQLQMHQQVQCQPSNNQAGAGATAAPAGAVPVAPL
AATSIGSAWGSSSAGHGMQAQPQPQAQQAVPQLPVPPLDALQQQQLPQPPPQQLQGSPAAAVPSQTLSRHAAVDGVSVPD
FNPFAENPVFKALAMDAKAPQPASPSGAAVPVALAGAAGQGPSQQVQLQQGAPRAPSQLPSVQPHPDALLAGIPGSQSGS
AVPNPEADTHIKSIMSILDQDGQSPSAGSGLSAGMSHQGTGPGARASPGGTSRSTQSGQASQTPTANSSPQRALMPPAPP
PGPPALLYGNPYGMAGAAGGPPLLLPGTDGSPGAGGSVGRMATVASPSAASRSHVVAQVGVLPNGSSMGLCGVGGNTLTP
SAMGNPSDGLGNSAGGAQPGVLAGLPTGAAFSSAIWRPGSEQLAPGSQLPMGMLGLGLGLGCIGAGPNTWGSVGLNNATA
NMPTGIPRSSSAVMASPRQVSNGGTGEWGGSPVSVTSAGVATASATAAGAGRDNGMTLPDSVDTLVASLPSSLLPGNLDS
EPAPPRSPGVAAAVATSGLAPTAAPFYPASLRGKVSHPAGGGVAGGGMGNGSMIQQQQLGGSAGMGIGMGMGMGMGMGAM
GLAAMSGDNAAVWMSGIVSVPGKQSAAAGAVAGAAAAAAAAAVTAAGNGLVTQGQHTGQQQLSGSAGMAALPGVMCPGGI
RYMGLYNGDGVNWSHGGMMPTPGVMGCSASPVDESNLMVWQATVSGPDETEWESAIQTNHHDAGSRLTCSIRIVTVDKEM
GCSGPHHSPPCLTHAQHVFIAHNVYQDGSLCMDVLQDQWSPCHNVSTLLTSIQSLLTDPNCSSPANPEAANLYLNDRAAY
KKRVRRIAQKSLENC                                                                 
>Vcar_XP_002947154                                                              
MAGVHKQCMTRLQKEYKSLLKDPVPNITAHPSPSNLLEWHFVLEGAKGTEYEGGVYHGKLVFPPEYPFKPPSISLFTPNG
RFATNTKLCLSMTDYHPESWNPMWSVGTILTGLLSFMYDTQATTGSITTSKQDKERMARESLQFNVKNPTFRKLFPSWVE
ELSHRTAAASQPAAPVVPLDPASGTGPERPKSDQDAEQSQTQAQGEAPSPATEAPAVQRQQPQPGHHHHQPFGNTIVTLA
IVVAVLAAVWVSSSSPGRDMLRSWASWPGAGRSSS                                             
>Vcar_XP_002947047                                                              
MSVTVPRSFRLLEELDRGEKGFGDGTVSYGMEDPEDIHMRNWTGTIIGPPNTVHDGRIYSLKIHCDLNYPEQPPRIWFKS
RINLSCVDQRDGRVDPSKFLILGNWKREYTLEQLLTEIRRDMSSPTNRKLPQPPEGTTYI                    
>Cvar_EFN59268                                                                  
QKEVRDIERDKASGVTIEPQGNSLQKLIGCLKGPRDTSFEGGIFYVNIELDDQYPFVPPKMRFITKVWHPNISSANGAIC
LDILKDHGNTSSHLLAPPPCPPLQALLSSPQPDDPQDAVVARQYMGSLADYQQTAKQWTETYAHAQVVGLEAKVQQIVEM
GFAREQAVVALKAANGDENQAMELLLGA                                                    
>Cvar_EFN58504                                                                  
MAEDQPEGADMDLDDDEELQMALLASLAEVQPGGPPAEQPVAPPAAAPPQQPAGVPAAAATDAQLSSQQLLQALQGAMAA
AAGGGGQPAQQGWAQPEPAAPQPAAMPAPAPAAAPGIQLTGQQLLQALQGAMAAAAGAGLPGIAPQAAPAAAQPPPPQQQ
QAAAPSTSRHGGDRHATTPKPTVPAPAWTKQAVSWVLPASQPDSAVLPSAEAAAQGGAVQQACSKVVGQGVSLGATHGGG
AGSLHLPLSPAQPEGSLKLTAAAVDAAIARLPPGGGTVLALQAAWLRAGEVLAGAEGQRPEVAAVMRLWQARLAKKAAGV
LATDEDDDLFFAGGKHRSAFLSALESAGVAPAFLDALVCCASTPGEVALWEGVLRDSFAALGSFSFLEQHKSEGAWRRLD
VVTQCGGMKRCLAAVLAREAVAAAGARGRDVQARSVLAPLLALSTLPTYGASVLPLSFPARECFMQLRSYPRNRGAQVES
EYVSIRGGLHRQYAAAHEICKRVATMKAGEGPLRGREVLSAWLAAAAGASAARAEAGSYIERVLSHRTATFYSATDGFMV
GCLAVCLRFCRPFLASPEKKQGALQHLDPAYYLQQAHRVAGGSRERSLAGTMMPAPPAGAYPFVSPDRPDSEAPHFVAEV
FFMTQRLVHVGLLPAVYRYQALAKALKRAAGEEEEDDAPLEDHASTVDQWLLYDAMRAQLLDPDLANDSVHFMELQARWL
VALLQRGPEAARAAFGATPESVVRDMTAWLSFLIYNGSSDLLGGIDIAVLVTCLTSLLKHTRLVTSPPVHASIVQLLLAM
LSPQLDYRRMAHGGALGPRRVSPAEAALVTAVLGTGAAQTDLLPALMAAYAHADHVVGLDVDRDQYDKFHLRGCIDALLM
ELWRDPNCAGSLTAAAQAAPDTPAGALFADFVGAVLNDLMYLLKDSLQRLEDIHALEVSKEDAARWALVPQREREEKQAF
YESQQGATRGFMRMAVSTLAMLNTLVENAAVRAGFMQEAVAARAAAAAVHFVEILVGPKCTELVVQDPGQYGFSPDSLLV
SMVYFAVRLAEQPAFVQAVSAVPDYDETIIQRAVDTLASKQLGENEHRRRLEALAAGKAACLSVRQLRGEGDSGADAGAA
RGPGSPPDLSFQQEEPAELEGAYVAEVQELAVGDFDASLPRAYNRSFAAKAERQEGDTKGKMKALSKEVRGFSGRTRLPI
YAASSILVRYDSDRMDKMRALITGPEDTPYYGGCFIFDVYFPDDYPNVPPLMELETTGGGVARFNPNLYADGKVCLSLLG
TWHGGDESEKWRPGHSNLFQVLLSLQGMIFITDPYFNEPAYEGMRGTAEGASSSLKYNSEIWLNNIRYAMVDQLRRPRPG
FEAATRAHFRLLRWRIMRQCAAWIEQAQALDPLFQKRLRDGVVELHSLLAAL                            
>Cvar_EFN58156                                                                  
MSTAARKRLIRDFKRLQQDPPEGVNASPQAENIMQWNAIIFGPDGTVWDGGVFKLSMEFSEDYPNKAPVVKFRTRMFHPN
IYADGGICLDILQNQWSPIYDVSAILTSIQSLLSDPNPNSPANSEAARLYNEDRKEYNRRVKAVVEASWADDGEDEDEEG
EEEA                                                                            
>Cvar_EFN57878                                                                  
MGFEEGLIASASAINELRESLEEEGVSEIKVAGPVASFTVTTEDGTAYPFTATFKEHGAASLACPSRAPRGLAKANGKLA
AKSSLAKAVAAAGRCVAVDLEWVFEAEGDGGGSDEEMADASDGGSGDEEDREADEMLREWSKRLVKVERVEREIEEKEEF
TDISGDLDALQQRQIFDSRSAFRRLANELEEIFKAQDFNMVAEAFDAPEGLYRWHVTLGGFDPASPLAQDMQQAGRRFGS
SSVQMHIVFKRPLHPFYPPSVQLVSPRFQGPILGAVASHPLFAIKGWDPTLSARDALLLLKQFLEEHARVDFASARNAGP
YAYLPVEGLLAKLEALTGTAAAAQSLSQYQEMYRMREAQAVRQLAGTDAQQAPQAQQQQQTEQQQQQTQQQQQQQQQQPA
KKQKSGVGAVAWKAGTGFGHRGEVNAQVWDARRSEAAARDRELADVLQQLAQELSANLLPSASERGPRPTASPPSPPPCL
APYLTQELSAASFQDMARQVRAVTKFYHTLLQCVEALCEDRATSALLTWHATHSARSVASAIAQLEAQVTHFVRVYKQAA
AATAAACAGSSKGARGGIKGESEEDKQEVELANHLLEAAAKVAAAAPAAVHAGRGGAAPGAAAAGETAGGEGGAGPSGQG



GAEVCAEEAYRLTMSQYRVRISTGVATNHSHRDQGRAEWMQPKLRARRVGRELASCESDLPVSASSSVFVVADEANCNLW
KAIITGPENTPYCGGCFLFDIYFPPDYPRVPPKVLIRTTGGGSVRFNPNLYQEGKVCLSLLGTWQGGRGESWSPDYSTVL
QVLISIQSLILVDDPYYNEPGYEQRADDSNSNRYSAALMPNTIKWAMLDQLQHPPEYFREVVQQHFRLRGDFILANCRKW
VTWCKDKGQAAYARSIEQQLPALEVELRKLAQPQQQQQAAGQ                                      
>Cvar_EFN57840                                                                  
MGTKACINRLQKEYKAILKDPAPQITAHPAPNNLLDWHYLLEGPKGSDFEGGCYHGKSDRGEGVTFPPEYPFKPPSIVML
TPNGRFATNTKLCLSMSSFHPESWNPLWSVSTILTGLLSFMLESQHTTGAISSTQPEKRRFARESLAYNVRNPTFRKLFP
EWVERHDKQQ                                                                      
>Cvar_EFN57150                                                                  
MIKLFSVKEKQKKDAAAAANGKAVKQSAGELRLQKDISELDLPKSVSIRFPEGSSKIMNFEVTLKPDEGLYKGGAFLFTF
AVPNGYPHDAPKVKCLTKVYHPNIDLEGNICLNILREDWKPVLTITAIVYGLNFLFLAPNPDDPLNKEAAAMMQQSPAQF
ERLVAQSVSRGCSIGGEYFPPARGDRSR                                                    
>Cvar_EFN56766                                                                  
MSGGIAAARLQEERKAWRKDHPFGYVARPEAAADGSTDIFTWKCLLPGKEGTLWEGGLFPLTLAFTSEYPSKPPRVKFPP
GFYHPNVFPQGDVCLSILNPEKGWRPSITVKQILVGVQELLDQPNVDDPANECYHAYKRDRKLYDRLLQEQTRRYAAAKQ
M                                                                               
>Cvar_EFN56722                                                                  
SRMSREIRMLQMEPPPGVWAAPVGDKVTELEAQLQGPKDTVYEGGLFKLAVHIPARYPFEPPKVKFVTPIYHPNIDPEGR
ICLDILNMPPKGAWKPSLNVPTLLASVGLLLAEPNPDDGLVTDITAEFKHQRQVFDAKARQWTQRHAMQQ          
>Cvar_EFN55646                                                                  
MPHHTVRGPRSSADNSRKVEPPEGCSASPLSDDNLFVWGATILGPVETPWEGGIFQLRITFSEQYPDKPPRVRFTSEVFH
PNVYSDGTLCLDIIQDHWSPCHNICSILTSIQSLLTDPNCASPANPEAAQLYTTNRKDYNRRIRRIAQKSVDM       
>Cvar_EFN55120                                                                  
MQGGGNVVVISVPRNFRLLEELEKGEKGIGDGTVSYGMDNSDDLLMRHWTGTIIGPPNTVHDGRIYTLKIYCDEQYPDRP
PQVRFQSRIQMGCVAPNGVVDPRNFHVLRSWNRQYTMETVLTELRRDMAQAHNRKLPQPPEGSTY               
>Cvar_EFN53924                                                                  
MASKRIQKELQDLQRDPPTSCSAGPAGDDLFHWQATIMGPGDSPYSGGVFFVTIHFPPDYPFKPPKVQFQTKVYHPNINS
QGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAHIYKTDRSRYEETAREWTRKYAMG            
>Cvar_EFN52212                                                                  
MADQASLLLRRQLKELTKKPVEGFSAGLVDDSNLFEWAVTVLGPPDTLYEGGFFNAVLEFPRDYPQSPPEMRFTSEMWHP
NVFPDGKVCISILHPAGEDAMNPQESAAERWSPVHTVESIVLSVISMLSSPNDESPANVDAAKEWRDSRSEFKKKVARIV
RRSQEML                                                                         
>Cvar_EFN51646                                                                  
MARHVAIRRLLNDLKEVLEHPQPDAAALPTEDDLMVWHANLRTQEGPLAGLALHALLLFSDDYPARGPAIRLFHALPHPN
IALHLSPSQQCHGASYRVALWNCNPSLDQWNPAYSVLSTLALLSSFLFDPDLLYDARKISFEAATRAAAGLDLKGHPHTG
ALPFPPFPTPEQASLAPRLRLMDVRRPPVNRDLMSAHSEVQPLKATTVKAATLTAATPKAGPHGGEVWTLVSAKRGVKAS
VADMAASAADPTAALASSLSLSSWGPASSGFDLLSGLEEEREEEEEEGGHTSEEEEPEEEAAAPTTESGIQSERLLDPSI
LEASHTSLIGGVMALHHERLEAQLGERAARLALHADAIRGAADHRVAAVEGASAGPAFDVLTPDALAQVLLRMEARDVAA
LGATCRGLRAACGDGEVWHALLHRAFPASALRCCALADYRVAYELEASGAVPELSCFFSRASFETEVLGFAYQFTVNPKT
GAADYIMPTSPDLVAVEAVAAGLVARDAGGTDIQGAIPAYITQDHFHRALPFLPRVLRQLCPAHARPGPEQWLTVLPTML
NTCAVLLADHGTAASERALNTYCGLHRLLLALCDHHGLWERAEQRLQRFLSCEAHRTKSQAPSLGNLVPLLAVSRQHDWR
QVLPVVLSEAVDRQVLWVCKADRTMVSRYKVPPRRGGVDAQLMQVFFEASAVSLRLLMFHAAFLSLVARPRRQSIGEVMY
RLDSSFGRPGAGLRRRFQAAVQQILECDSLDQALQVMGMVRMSPEAWTGRLRQSWLKSLAKGYHTPRTKWDRIQARGVSR
ILLRGQQYSAPPNLAAIEVDERWHSKTSDDFTYLDASCLVYGRRRGAPQGATLELLEAIDYSNTRSTNGAGAVRHSGDMV
HSDSGQHTITISLRSLPPRVEALYLTMSAWAGKMLTDIDQPYIRYGIGYHMPAAAARQLPPLLLLVAGPG          
>Cvar_EFN51524                                                                  
MWVREVTIDGFKSYAQRAVIGPFDSQFNAVTGLNGSGKSNILDSICFVLGIQNLQQVRANSLQELVYKQGQAGITKATVS
IVFDNREKERGPVGYEQLDEITVTRQLVIGGRSKYLINGKVAEPSRVQSLFHSVQLNVNNPHFLIMQGRITKVLNMKPPE
ILGLLEEAAGTKMYEEKKKKAVHTLGKKQLKVDEINKVLTEDILPALDKLRREKVQYMEWQNAVKNLDKLVRFCVAHRYV
EAQRLQQNGEQDVQQVQNDLSDLEAQYAALDLKIREKQDEIEGLKTEKELQSSGEVKELQAEVDDISKRTELAVQAAQNE
LDGAEAGDGRDASNRSLQERLADTQNAQTVAEAEAKAAETRSKHLLKQLAEQRKALASKEKEGSKLPKDLQRERAEVEQC
RQAAAALGYLPAAAAGLEEEAERQRSEVQCWRDRVDELSSQLAAIDFRYSDPEHNFDRSRVKGVVAKLTRVADPTTSTAL
EVAAGGKLYQVVVDNEQTAKALLAHGHLRQRVTIIPLNKVSAHSIPPSAVAATRRMAGDKAQLALELVGYDQELSAAMKY
VFGGSIICKDASTAKKLAFAREVNTRCITLEGDDFNPGGTLTGGSRNKGGSVLGRLHELAAADQQLEGAQAKLAQALASI
KAMAAAAQQHKKLSHELELKQHSLKLLEERMQGSEVHQLSEAVAGSELELQEAQEALAAAQKKQQDMLAAAKDWHTRMPT
FDKKRDKRSRDPKDKMFATKKQFEAAKKALKAKQAVLQTTLAEAEAADSERKTLVEQLTTAKKMVKGLEEQVAELAAVVA
AAKADYDNRNGRLMERLARLQECDSEIAMATKERDALEGLKTDNLMFAEHEKASATIEGLSKKVNKKVMQMFDKAEQEYN
ELKRKKDVVENDKSRIEQTIGTLDEKKREALEKTWRKVTGDFGAIFSTLLPGTTAKLEPQEGCSFMEGLEVKVAFGGVWK
ESLSELSGGQKSLLALSLILAMLLFKPAPIYILDEVDAALDLSHTQNIGRMIKAHFPQSQPLRQRISMSSAMNSAARAAA
SPQKGGAPDAGRPLDTGAVTKRLQQELMSLMASGGDGVSAFPAGDSLFDWVGTINGADGTAYEGCTYRLSLKFTSEYPFK
APGVRFDTPCFHPNVDAHGNICLDILKEKWSAAYSVKTILQSIQSLLADPNVDSPLNAHAAKLWGVNDAEYRALVQKAYN
GPKHAT                                                                          



>Cvar_EFN51062                                                                  
MIASIKKTTFHREVYEPAEDSFALVDALAAHREAWRQQPPRMCLEVGSGSGYVITSLALLLQQLGVAAQLLATDINQQAA
AATAATLAAHQVRRADIVVCDLASALPPVEGLVDVLVFNPPYVPTPDEEVSRGGLAAAWAGGACGRRVIDRLLPLVPCLL
SAQGEMFMVAVHENQPEELMRQMEAAGLEARVALRRKADEEQLTILHFRRRPEAAHRDREPVGRGSELRDWLQHPPDGCR
LVQYDDLKTWVIELQGPESPCQPQLYIGQSYHLRILFSERYPLEPPEVTFVPPSPVHPHIYSNGHICLDILYDGHNGGWS
PALTINKVALSLRSMLASNTDRRRPPGDADYCARMRGRSPKETRWIFEDSTV                            
>Cvar_EFN59641                                                                  
RLRRITKEVATLAGQLPLTWESSVLAAMDDDRMDVLRAVIFAPHDTPYANGAFAFDILLPPDYPNHPPKVQFLTTGGGRV
RFNPNLYEQG                                                                      
>Cvar_EFN59581                                                                  
MAGVARSRLAEERKAWRKDKPFGFHARPELNEETGETNMMRWKCYIPGKEDTIWQGGFYPLTMEFTEDYPAKPPKCKLPA
GFFHPNIYPSGTVCLSILNEDEGWRPSITVKQILLGIQELLDNPNPLSPAQSDAFVMFQQRLEEYKKRVKQEAAKYPPPV
>Cvar_EFN57627                                                                  
MEPLSREALSKLAKDVKDLGQNAIDGVKVVVNDDNLTDIQAEYEGPAGTPFEGGLFRMRLAIGPEFPSSPPKGYFITKIF
HPNVSASGEICVNVLKRDWRPDLGLRHVLTVIRCLLIEPNAESALNEEAGRLLLEGFGEFAKKARLMTSIHAKKPSVLTA
AGGANAVNADGTSAAGAADGKPAAAASGSAAAAGAGAAKPSKAAAAKLAEKKKSLKRL                      
>Cvar_EFN57287                                                                  
MAAASSPSRRREQDVMKLMMSDWQVELVEDNISEFHVVFKGPPESPYEGGVWRVHVELPEAYPYKSPSIGFVNKIYHPNI
DEGAGSVCLDVINQTWSPMFDLVNVFETFLPQLLLYPNPSDPLNGEAAALHMRDPGAYQKKVKDYVVRYAKAEDVAALEE
AEKHGGGGGDGAERMSEDESDGFLSSSSDEEEEQPAGKME                                        
>Cvar_EFN55557                                                                  
MSKLSSSAKRIQKELAEISLDPPCNCSAGPKGDNIYEWVSTIMGPSGSPYSGGIYFLDIHFPPDYPFKPPKVTFRTRIYH
CNINSNGQICLDILKDQWSPALTISKVLLSICSLLTDANPNDPLVASIAQQYLADREGHDKTAAEWAKRYASA       
>Cvar_EFN55225                                                                  
MGGSPVSSPRVSSPTGRRKAEEMRLQKDLSELDLPSNVRLSFPRGVEHMCEFEVALTPDEGCYAGGTFVFMFRVPESYPS
DPPRVKCLTQVFHPAIDTEGHVDLSFLRDEWRPDMSIKTVIYGLHRLFLLPDTDDALNTAAGSLLHNNRSVFEQAVHDSV
LSGATIHGKYYPAAVGERNVQSRNED                                                      
>Cvar_EFN54223                                                                  
METSQLPRRIIKETQRLLSEPVAGISAAPSEDNLRYFNVIILGPDSSPYQGGMFKLELFLPEDYPMAAPKVRFLTKIYHP
NVDKLGRICLDILKDKWSPALQIRTVLLSIQALMSAPNPDDPLDENVARHWKTNEVDAMNTARQWTAAHAQPQ       
>Cvar_EFN51767                                                                  
MVDARSRLFKVYSRRQDCNTNKATSVRPPPPPTPAPQELKEASRNREATGIELIPDERNVYLWTALIKGPKDTPFEGGTF
ELAITVPEQYPLVAPAVKYRTRIFHPNVHWKASLLRTGEICLDILKNAWSPAWTLSSVCQAIVALMSDPAPDSPLNCDAG
NLLRSGDYRGYNSMARMLTCEHASR                                                       
>Otau_XP_003083131                                                              
MSRSALVPKASLRGSPRSFVVLVDRAPRRRRPRTRDDGVDAERVARRAARVVVRDTYSTVSHRDTTFSLNLLRLDTHRRY
AMSTPARKRLMRDFKRLQTDPPAGISGTPSESNIMSWHAVIFGPEGTPWEGGTFKLTIAFSEEYPNKAPVVKFVTKMFHP
NVYNDGSICLDILQNQWSPIYDVGAILTSIQSLLCDPNPNSPANSEAAALYNENRRAIVGWKSGREREPGERETLRANAR
LPRFLVRLTSNTRERTRGKVSFSQASMRTIDEDAGKATATNDALKTGEEDDDSNATTTTTVTTTTMRALDDDARRSILAW
YDANKRELPWRVMTRRRRRVKVEVEAEAEAVTVADAARMWTERAFEGETSDGEASVMGDDQYAYGVLVSEIMSQQTQIDR
VAEYWTRWVARWPTARALAEASQEDVNEEWAGLGYYRRAGFLLKGAKYVSEDLGGRYPRTAAELLKIPGVGPYTSSAVSS
IAFGERTAAVDGNVHRVLTRARLIKGDPTKGETAKELRRVADAFVDAERSGDFNQAMMELGATVCTPTNPKCAQCPIAAW
CEGLSRERETSGVFKVTELPETAKKAEKRQEQRAYVVLRRGTKEAGFEYLLSKRPEGGLLSGLWEFPNSLIATETDDAFA
NRPKSDVTEAHEAICDALVASSTHRRIEAVSGKAAHVFSHVRQVMHYQLVHVETADCEHSNELISVDFPNVKWFPARAFE
ESGIFTSGVAKVYAKCARGEVKHSGAQKRKFGVNRTDEDSQKTIRSFFTPRVDRTDVTVRDAEDLTSA            
>Otau_XP_003082859                                                              
MPNPSKACATRLTRELRAFRSAPPPLAPSVYVDEKDLLEWFILLQGAPDSPYEGGWYVMRIKFKHDYPFKAPAVSMITPN
GRFAENQSVCMSMTEVRSGDDGRRDGDRATTTRARGVGEGLTMDDFGASSMMQWHQESWNPAWSASCIVTGFISFMTTDE
QTSGGVRTTDAEKRRLAAASLEWNAKNANLVQKFPELADPEKLHALKMK                               
>Otau_XP_003081382                                                              
MFGGGGEDVVVPRAFKLLKELEKGEKGGAGLPPYLSYGLADADDDDDLTHWTGTILGPAGTTLDMRVLELSIECGERYPE
RPPEMRFRTRVNLPFVRNDGRIDLAALGVAQAWRRNNSIEDALNAVYHAIARPEVRRLAQPPEGARFD            
>Otau_XP_003081041                                                              
MAICASIRPMCFGHPGSALPEIPSTTCTPPPYVPRAISSRPLPSTSASVGDPYARPDSSSHYYPRRSVLLWLDLVLIVEV
HGIVKVIRYRKHELERPVSTCASTDTSSPIARRNSSLTFSPRVFARHCASTAFHARSLRASSSSIDKSDRVDPGARCVAS
CLRSISTGSFEPSMSSSPLPFAIARFIVNGFNRARHRSLRASNIRISPSSDALANARPIRTIPALDASPCLCPQTAPSNS
TPDTPSNARTRPLADCVTTPPRPSRSTSSASGVAYADACKLPVHVRSSVTRPHDVNIPATRPSPRFTVVSVPDRSSASSK
TFLHARRPPSAPSRIFPAESHDNPSFHPHPRARPSSVAVKVHARTHRDAPPRAHPRVAAMSDVAARRLAEERKNWRKDHP
PGFFARPERAADGTVDLFRWKCVVPGAKDTAWAGAFIPLAMEFPREYPAKPMKCKFPKGFYHPNVYPSGTVCLSILNEDE
GWRPSVSVKQVALGIQELLHTPNEKSPAQSEAYVAYTTDRASYDRRVREEVAKYPPPS                      
>Otau_XP_003079836                                                              
MDKVFHGVRHLSSSASRSSNVAPSLEASAARINPSVARVPRSRRTNTPNGRTARVIPRTISPTSNGASASVAIASSHDHD



PSRHSSMADDGATRARASNNPRSSAVRRIAREIRECVDAASADDAFVASPLEDDIFEWQFAVLGAPDSAFEGGIYHGRIT
LPPTYPFAPPTFVMRTANGRFEVNAKICLSISGHHPNTWLPSWGVRSALTALRAFMPTAAEGAVGSLDWSDERRRELARV
AGEAREVTYEDGNEARRALSARLHEQMMERRERVMANERGRAGTSGGGGEIDHGAREESVEEDGEVVDAETPIDAPALEE
TERVPSDVSSASSSQSSDSNDVSDTNDASQDTSETFEFRQNLLDRLDLEEREAREESDDPPRPVTPPDDTERLARRREEL
AKTKAQLDSTARALFAVIVGIYVKRLLVSFVITALES                                           
>Otau_XP_003079750                                                              
MSNLVTNRLAQERKDWRKDHPHGFIAKPSTKRDKNGDTVTDLTKWQCAIPGKPDTIWAGASYPLTLEFGNDYPAKPPRVA
FPAGFFHPNVYPTGKVCLSILNEDKGWKPSVSIKQILIGVQELLDTPNMSDPAQQDAYDQLRKSKATYEKKVREQARKYG
ANSGGAGDEIILL                                                                   
>Otau_XP_003079606                                                              
MSDKDKAKSLSNSARRIQKELAEISLEPPTNCSAGPKGDNLYEWVSTIVGPSGARASTQSPYSGGVFFLDIQFPPDYPFK
APKVTFRTRIYHCNVNSSGQICLDILKEQWSPALTISKVLLSICSLLTDANPHDPLVGSIAQQFLNDKENHDKTAQEDTR
KDDRDGAIVNMYGTRRWSEARVVCSSTDLIGITQL                                             
>Otau_XP_003079370                                                              
MKERRPSDTVYEGGVFHIDIQIGQSYPFEPPKMKFLTKVWHPNVSSASGAICLDVLKDQWSPALTLKTALLSCQALLAAP
EPDDPQDAVVAKMYTSERAKFDETAKEWTKKFATKEQKDPIVGELMEMGFDESMVLKALTKCGGDKNRALEELLGGA   
>Otau_XP_003079360                                                              
MADPAALPRRILKEAQRLRLEPIPGIAVEVSETNLRHFLCVVDGPEGTAYEGGKFKLELFLPAEYPMAPPEVFFRTKIYH
PNTDKLGRICLDVLKDKWSPALQIRTILLSVQALMSAPNPDDPLRENVAEHWKTDERGALAVAREWTQKYAM        
>Otau_XP_003079285                                                              
MGENISPETVSSIMRQLKDLMQTPAEGIRVRVNEENVTDVVAELDGPADTPFEGGLFKMRLALPADYPNSPPKGFFTTKI
FHPNIRQPSGEICVNTLKRDWQPTHGLRHILMVIRCLLIEPFPESALNEEAGKLLLEDYDEYFRRAKMYTSIHAKPETAK
SETAGMSAPSEKKVNKKKSLRRL                                                         
>Otau_XP_003079013                                                              
MTFPKDYPNKPPGVRFVSEMWHPNVYADGRVCISILHSPGDDPHGYEDASERWSPVQTVETIVLSIISMLSDPNDESPAN
IDAAKEWREDYPAFKKRVARCVRKSVDDM                                                   
>Otau_XP_003078862                                                              
MEREANGGHASRQSSGEVRVAKDISELALPRSMSIAFPNGRDDLLNFIITVKPDEGYYRGGMFEFSFAVPTMYPHEPPKV
RCERKVYHPNIDLEGNVCLNILREDWKPVLSISSVVFGLSLLFSEPNPDDPLNKDAAEDLARTPKNFELNVRRAMQGGYV
GQHRFSQCLR                                                                      
>Mpus_Micpu182711                                                               
MSSDTSSDNGGSKKKQKRLAREVASLSEPGALPRELTGSIFVRHDVDRLDRMRAVVVGADGTPYDGGCFVFDVYFPANYP
AVAPLVNLDTTGGGRARFNPNLYADGKVCLSLLGTWHGGSAEEKWDPERSSLSQVLVRRVRASHYCVQGLIMCEDPMYNE
PGFDGIRGTPEGVNKSKEYDEDVRLNTARHAMVAHLRRPRRGVNDAIRTHFRLRRWRTMRTVLRWCEEASDETRRARLWD
AAKELGGLLAALKDERDE*                                                             
>Mpus_Micpu27434                                                                
MSTPARKRLMRDFKRLQKDPPAGISGTPTESNIMAWQAVIFGPEDTPWEGGTFKLSLAFSEDYPNKAPVVKFESKMFHPN
IYNDGAICLDILQNQWSPIYDVAAILTSVQSLLCDPNPNSPANSEAARLYSECKREYNKKVQEVVERSWTEA*       
>Mpus_Micpu23938                                                                
MAAAGDTVVVPRNFRLLEELEKGEKAQGASPHLSYGLADPEEDAMMINWNGTIIGPNGTPFEGRIYSLQIECGESYPELP
PIVKFRTRVNLPCVSGDHGRVNPAAVPVMAQWRRSYTIEDVLNSLWNLMKSPQCRKLGQPPETAPDYPLF*         
>Mpus_Micpu48363                                                                
MGYTSSAGLGSDARAQVYSEDVVTYVDASDAAAHDAGDGLGAIGLVSRVAGESDDDESDGSDDEWSDDDASDDDDASDAD
ASAESREARREARRTRDVVPDAHAKVCWLDLRGDERVVHEKNESLRVLDRAFLHGDVVARASDALGQTGVVIHVDVDVDL
RFVDGARVRDVAARRMTHVRDHRPGHYVVHGRWVGRVEEDGSECVVADADPDRLIPSENSSLFPDEEQCPYFPGLVCHAS
ASVLRSARWTRGKYKGGRTAGVGDVEADLDAVRARFTEKFHGEVDAKFHQSSTLTVEELKAAAATASYALTVGRFHADAD
AQQLRDVLDLFDAVIPLREELREIQKPPTRELESASHSPEDGVYEDGTDPEGVRRMYQRSGEDAGVAAVTSEASGPAATV
NRGLAKLKADARTVAIEAEDGTSNDASGGGGGGGGGGVTAAGGARNARRARGGGSSRQRGGGGRVSRHRGSASEVSLADI
ERVRPVRPSPVITRTHTKVDVHWQDGAITRRINARDLVPITHGGEHDFWPNQFVVKASEEDDEDDDEEEEDGTSTVAPPT
DLNAIAAALGGSVGVGNQHGNAVAAARARRGKKDDAPIGVVETVNHVERIARVRWVPRQKKSTTTRGPDSSAAGDDESAN
ATSEETPERREEVSVYELREHREYCFRLGDVVLRLDAAAAAAPLATPAREEDEWEDADDDDDDASGSSSGDDDDDDDDDD
DDDDARVLNELASRAVPGSLPELDAARESSSGFDSPPDAASLTWVGEIVAIRDGRVRVAWGSGDVSGAFYTLAPSATEHH
FAANSVNPSDRKWAKRITKEWTLLRDALPSTIWARAYESRMDLLRTAMLGPSGTPYHDNLFLFDFHFGENYPNDPPVAHY
HSHGFRVNPNLYQSGKVCLSLLHTWQGKGSEVWNAETSNMLQVLVSIQGLVLVDKPYYNEAGYEAQVGSEEGERNGAQYN
EQAFLASAKSMLSLLKKPPKHFERLIREHFRARGGVIVRACEAYLGGCPVGAYVDPEDEKKKKEEEEEEEDAEESRGDGG
GGGEITEAEEPPAAERAPPSGGFKLLLEKLLPKLRAAFEENSALAR*                                 
>Mpus_Micpu127067                                                               
MSSLAIQRLAIERKAWRKDHPHGFVARPVNARDGSVNMLIWECKIPGKAGTLWESGLFPVTMYFTEDYPSKPPKVSLPAG
FFHPNVYPSGKVCLSILNEEKGWKPSITVKQILTGVQELLDNPNNADAAQDVAYKLYKKSKAEYSKRVRIEAARYTETAT
GGAGGGGGGTNANDAVVIL*                                                            
>Mpus_Micpu70237                                                                
MACENSSLCSVNVIVKQLRELENAPAEGIKVFINEDNISSVEAELVGPADTPFHGGVFKLRLILPSDYPSSAPKGFFLTK



VFHPNVKQESGEICVNTLKKDWLPSHGLRHVLMVIRCLLIEPFPESALNEEAAKLMLEDYGEYFRRAKMFTGVHAKDMRI
TQVSKDEFVSNSVAFQASLNSTKNDKKLDKKKSLRRL*                                          
>Mpus_Micpu6876                                                                 
VARLQKELKLLAKDPLPSMLARPHPNNLLEWHYCLEGASDTAYAGGTYHGKIIFPKEYPFKPPSIMMCTPSGRFQPNTRL
CLSMSDFHPESWNPMWSLSSIMSGLQSFMVESTPTQGSVNTTNAEKRQLAAASMAHNVKNATFRKLYPDVIEAHA     
>Mpus_Micpu151605                                                               
MSGIARSRLMEERKVWRKDKPHGFYARPVTVGDGSVDILKWECQIPGKKDTDWHGGYYPLTMEFSEDYPSKPPKCKFPEK
FFHPNIYPSGTVCLSILNEDDGWRPSITLKQILLGIQELLSTPNSASPAQSEAYMMFTTDEKQYKIRVRQQAAKYPIA* 
>Mpus_Micpu30002                                                                
MSKKTSKVRLQKEMRAFVQDPPPFIPRVHVNERNMLEWHLLMEGPHGTPFEDGWYVAKLKFPGEYPFKPPSIFMCTPNGR
FATGTRLCLSMSDFHPESWNPGWSVATVAKGLLSFMLEDAVTTGAVVTTGVEQDARDVQGDVPGARGRGV          
>Mpus_Micpu182218                                                               
MASKRICKELQDLQKDPPTSCSAGPRADDDIFHWDATIIGPADSPYQGGLFFVAIHFPPDYPFKPPKVNFKTRVYHPNVN
SQGSICLDILKEQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAQIYKTDRGRYEELAKEWTRKYAM*           
>Mpus_Micpu6556                                                                 
LVRVDERRAVQWTILITGPEDTPYDCGAFLFDAFFPSSYPTSAPLVKFRTTGGGRVRFNPNLYKDGKVCLSLLGTWSGAK
GETWDAASSTMLQVIVSIQSLILCAQPYFNEPGYERTIGTPEGDRQSSQYNAAIREHALRCAMIDQLKKPPAPFAEAIRA
HF                                                                              
>Mpus_Micpu123456                                                               
MSSSAKRIQKELAEISLEPPTNCSAGPKGDNLYEWVSSIMGPGGSPYAGGVFFLDIHFPTDYPFKPPKVTFRTRIYHCNV
NSSGQICLDILKDQWSPALTISKVLLSICSLLTDANPHDPLVGTIAQQLLNDKAAHDKTATEWTRRYAQG*         
>Mpus_Micpu161329                                                               
MSSGASPGGQAPPDGAEAKYNMKNPAVKRIAQEMREMSRDVDPCYHAEAVEDDIFEWHFAILGPEDTEFEGGIYHGRILL
PPEYPFKPPSFMLLTPSGRFETNAKICLSISSHHPEHWQPSWSVRTALLAVRSFMPTAPEGAVGSLDYPADERRELAAAS
RERPPEFGNSESRRALIAEVHAKMLT                                                      
>Mpus_Micpu34736                                                                
MSDQAVLLLRKQLKELSRNPIEGFSAGLADDSNVFEWAVTIMGPPDTMYEGGFFVAAMSFPQDYPNKPPTVKFVSEMWHP
NVYPDGKVCISILHNPGDDPMGYEQANERWSPVQTVETIMLSIISMLSSPNDESPANIDAAKQFREDHAGFRKRVASCVR
KSQEM*                                                                          
>Mpus_Micpu59129                                                                
MRLAKDISELTLSPSISVDFPDGKDKLLDFIVTIRPEDGFYRGGVFRFSFAVPGTYPHEPPKVKCLAKVYHPNLDHDGNV
CLNILREDWKPVLSVSSCVYGLTFLFSDPNPDDPLNKEAAKEMTESPRQFEQNVRRSMQGGYVGGTTFSNVTR*      
>Mpus_Micpu193082                                                               
MASASSALPRRIIKETQRLLSEPAPGISAQPQEDNLRHFSVMIRGPRDSPYEGGVFELELFLPEEYPMAAPKVRFLTKIY
HPNIDNLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLSEKVANAWKVDEVTALKTAKEWTQKFAMKGN*   
>Mpus_Micpu14767                                                                
MDTNRLAKELKEIQADTTSGVTVRVLGDNMAHMQGTILGPEESPYQGGKFVVDIQLTNAYPFEPPKMRFITKVWHPNVSS
ANGAICLDILKEQWSPALSIKTAMLSLQALLSSPEPSDPQDAVVARQYLDDIALFNATAKAWTEEHAKDGAKDEKMEKFK
EMGFPEVDIVNALARAAGDEAQALELLLTGL*                                                
>Mpus_Micpu33249                                                                
MAGAAHQQTAAVLRLQSDLRAIKTEPPDGCSASPHSEDNLFVWSATIFGPDETAWEGGVFSLRMTFGEQYPEKPPRVRFT
SEVFHPNVYSDGTLCMDIIQDQWSPIHNVCTLLTSIQSLLTDPNPSSPANQEAAQLFTEDKSSYNRKVRRLAQKTIEG* 
>Mpus_Micpu211607                                                               
MSTNATAAIAGPTGGGKAGGGGSGVSDSQAVARRLQSELMSLMTSADAGISAFPDGDNIFNWVGTIEGAVGTAYEGLTYK
LSLAFPNDYPFKAPTVKFETPCFHPNVDQFGNICLDILKEKWSAVYNVRTILLSIQSLLGEPNNASPLNAQAAQMWENQT
EYKKVLHKKYKDDAK*                                                                
>Cmer_CMB014C                                                                   
MSLVREKRLQREWDILQRQPPPYVHAWPRSPDSLEVFEALIEGAPDTPYAGGRFRVEVTVPERYPFEPPIVRFQTRVYHP
NIDSAGRVCLDLLQMPPQGSWRPSANLIAVLAALQQLLVEPNPHDALEADVARVFRTNRAAFDRTAREWTLQHAQQQP  
>Cmer_CMB015C                                                                   
MNRASNVPSSATTDRSEETMSTGTGSGADLSVAAKRIQRELVEITMDPPCNCSAGPKGDNLFEWVATILGPPDTPYAGGV
FFLDITFPREYPFKAPQVVFRTRIYHCNINSQGQICLDTLKDNWSPALTISKVLLSICSLLTDANPHDPLVGSIAKEYLT
NRRKHDETAREWTRRYAR                                                              
>Cmer_CMD152C                                                                   
MALKRISKELVDLGKDPPANCSAGPVGDDLFHWQATIIGPPDSPYAGGVYFLNIHFPTDYPFKPPKVQFTTKIYHPNINS
NGSICLDILREQWSPALTISKVLLSICSLLTDPNPDDPLVPDIAHKYKTNRAKYEEEAREWTRRYAM             
>Cmer_CME162C                                                                   
MLRLAEWKDAQTTDDADKSDEVRSTSQLASTPPQPSSQVAGVPTPASLRWLSQQRLQQDLTELGVTAPELELQFPDLSDI
SRFIVTLSPAEGWYKGLCFRFAFTVLETYPFEPPLVRCLDAVWHPNLDEHGAVCLSILREDWRPVYTLVSLVQGLLHLLL
EPNPNDALNAAAAEMLVQDPAAFQARVHQQVRERQYHFENAAPP                                    
>Cmer_CME199C                                                                   
MLLQKRLLTELRELREDPTNFCLEPEEGNPLRLQGYLRGPAATPYEGGCFRVALTLPAAYPLVPPTVRFLTPIFHPNINF



RTGEVCLDILQSAWSPAWSLASCLRAIQLLLSEPEPSSPLNCDAGNLLRCGDKRGFWSMARMYTLLLATSNE        
>Cmer_CMG003C                                                                   
MLLQKRLLTELRELREDPTNFCLEPEEGNPLRLQGYLRGPAATPYEGGCFRVALTLPPAYPLVPPTVRFLTPIFHPNINF
RTGEVCLDILQSAWSPAWSLASCLRAIQLLLSEPEPSSPLNCDAGNLLRCGDKRGFWSMARMYTLLLATSNE        
>Cmer_CMG136C                                                                   
MSASSVLAHEDARLGFEHETNHLVERSDLYTWGATIIGPEDSEWENAVLTLKLTFPEQYPEKPPRVRFTCEMFHPNVYHD
GNVCLSLLSENWSAAYSVSSILIAIRSLLTDPNPNSPANPEAAHLFSMDYNDYKRRVRRIAQKSLE              
>Cmer_CMH227C                                                                   
MSSPGRRREMDIMKLVMADYEVEMANEDSNAEFYVKFRGPKDTPYEGGVWKVHVELPEAYPYKSPSIGFVNAIYHPNIDQ
MSGSVCLDVINQTWSPLFDLLNVFEVFLPQLLTYPNSQDPLNGEAAALHLREPQRFQQKVREFVNRYAREEDYPVASRTQ
ALRRHQQSRSAQPSTSSLASSSKGATANAAADSAHDTTRAASNGSASELESLSDSDDEERNALDDGAQAFSFSGRRLVGN
GNS                                                                             
>Cmer_CMK193C                                                                   
MSSLALTRLQQERKNWRKDRPFGFSAKPVVTENGQLNLLHWSCTIPGPAGTPYEGGLFRLDMFFPPEYPGKPPLCKFIPP
LFHPNVFPSGTVCLSILNEQKGWRPSISVKAILLGIYELLKEPNPADPAAEEPYKLFVRNRAGFDARVRQEVARLNVLAD
AQVCIAEKPAAP                                                                    
>Cmer_CMK253C                                                                   
MAGGRSKNAGRRLRMGIHLPSKVVVHLMFHGHVQFPSVLQTGAASRHLPHAGKHSLRCDAPAAQRRRIFQSRRDLALESA
RSVRNGVFRFGAGAEAVVMSTPARRRLIRDFKKLQQDPPAGISAAPSEADVLKWTGVIFGPEDSVFEGGVFKLTLTFSEE
YPNKPPVVKFITKVFHPNFYYGDGGVCLDLLQNSWSPIYDVAAVLTSIQSLLCDPNPNSPANAEAARLYLEDRREYNKRV
LQCVEESWLT                                                                      
>Cmer_CMP178C                                                                   
MYGRDADVKVPRNFRLLEELEKGEHGLGDVCVSYGLVDDDMTLSNWTGTILGPLNTVFENRIYNLRIYCGPDYPTKPPVV
FFRTRINISCVNGATGQVDPTRCGILHNWTPDCTLETLLVELRREMTSATNRRLNQPPEGSEFPPPRDIERFG       
>Cmer_CMP181C                                                                   
MSSQEIPCSSQNTRIEFGRAAKRLQSELSSLMLESVPGVSAFPESDDILTWRGTIRGTEHSPYSGMRFHLALKFPQNYPF
SPPTVTFVTRCFHPNIDYASGTICLDILKEHWSSTFTVKTILLSIQSLLDEPNVESPLNVQAAGLWETDPREFREVCIAK
YEEATGEKIVSADYSQRNEGKSEQHARRVPAPLYKSNPMVANRVHRYRNQS                             
>Cmer_CMQ038C                                                                   
METRSAVSGKETTQITPSGRGATRAPEGRHASVGAAAARDATLVFPEAPKRMSPMATRRLHKELSDWHLSGRTAESNPQP
AIFLETPVTRLDEWFVSLRGVESTLYAGEVYRLRFRFPSDYPIEAPEVVFLGNPPVHEHVYSNGHLCLSILYDNWSPALT
VNSVALSIQSMLSSATQKRRPPDNDAYVRNCRGRSPKHTRWLFHDDGV                                
>Cmer_CMR010C                                                                   
MSGHLSKRILKETERLAKDPVPGISVTVHDENARYFNVILAGPEGSPYEGGVFRLELFLPAEYPMQAPRARFLTKIYHPN
IDRLGRVCLDILKDRWSPALQIRTVLLSIQALMSEPNPEDALNNEAAELWKKDIARAKEIAQQWTLEYAK          
>Cmer_CMS304C                                                                   
MSLCENLPPGVITRLFREVQSLRDEPVHGVELLNDSGQDVLTELHAVITGPEDTPYEAGSFRVKLVLSGEYPYQPPRGYF
LTKIFHPNVSEQGDICVNTLKRDWQSSYGIRHVLTVIRCLLIDPNPESALNEEAGRLLLEDYAAFAARARIWTEVHASPR
TGGGGAAATREDMAPKSWPASERKTPGTTPGSKHHSSPSGFGLGNQGAMSASMREKRRSLKRL                 
>Cmer_CMS321C                                                                   
MKRSDNGKRPAVSASAKRIMQELAELAREPSTLFEVRALDDDLFEVHFTIRGPADSPFEEGLYHGRILLPPEYPYKPPEI
MLLTPNGRFETGKRICLSVTQHHVETWQPSWGIRTILTALIGFMPTRGDGAVGALDFTEEERRQLACASRRWSCARCGMD
HSSWKSSASTSAEAHRVSSEETSNEGYVGNLPGTDGHESRCISHEPAASPGTEPIASAMPTTPAAPEELPEASTSWHHEK
EAQASGSQLMLPAMQVPETARHSSASDCSSTEKSMPHDSRTTATTETMLESVDRLLTYVIIALVCALTTVWFL       
>Cmer_CMS503C                                                                   
MSANSSRAALLLTRQLRDLNKSSVDGFSAGLVSEDDPFRWAVTVLGPPDTPFEGGLFRAELTFPPEYPMLPPRMRFLPPI
PWHPNVYRNGEVCISILHPPGDDPHGYEMAGERWSPVHTVESILLSVISMLASPNDESPANIDAAKEWREQPDAYRRRVR
SLVRQTLEES                                                                      
>Cpar_139Contig10173                                                            
MSTPARRRLMRDFKVLQEDPPQGISAAPRENDIMQWEAVIFGPENTPWEDGTFKLSLVFTEDYPNKAPTVKFLTRMFHPN
IYADGSICLDILQNQWSPIYDIASILTSIQSLLCDPNPNSPANSEAARLYQENKREYERRVKQVVEESWTS*        
>Cpar_8589Contig41013                                                           
MIKLFSLKQQKKDDAASKASGSGKKTTPGEIRIQKISELSLPPTVKTEFASADDIMNFRVLISPDEGFYKGGTFPFSFKV
PSNYPHEPPKVKCETKVYHPNIDLEGNVCLNILREDWKPVLNINAIIYGLQFLFLEPNPDDPLNKAADLLRENRRLFEQN
VYRAMRGGNIGHFFTKLC*                                                             
>Cpar_9776Contig50699                                                           
MSKQYAARLKKELAALLKDPLPNVRAFPDPKNILDWHYCIIGPVGSPYEGVYHGKVRFTTEYPFKPPSILMMTPSGRFEV
NKRICLSMSDFHPETWNPMW                                                            
>Cpar_10175Contig53059                                                          
MSKKAVTKCLLRVLDTPETCDSAPKRPGGAVREIRSPATPSSPGTPGSAYGSRNREYLLLIEYKHLRTHCSGGVYVLPSN
DSILRWDGVLFIRDGPYRGIFRFVINIPEAFTTKVFHPRVAPNGDVDLSHEFPSWTRNNSMAQLLEVLKKLFQPPLRLEG
AINREAAELYSGDAEGFAARVEACVLNSQTGALANEGHSSVKFSEFRPEHEELLAKGVPSEGAQEGFRFFSWFQNLTKGK



*                                                                               
>Cpar_10322Contig53191                                                          
MGRRGYVNLEYVVSWEASAGANGNHKMAAGMPRRITKEVERLMKEPVPGISASPAEDNMRYFNVIIAGPSQSPYEGVFKL
ELFLPEEYPMAPPKVRFLTRIYHPNIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANEVAEHWKTDER
GALDVRQWTRQYASE*                                                                
>Cpar_10818Contig53741                                                          
MRPVRSPTVDPKGLLTGLRSMSAGERRTAAKRTREEAQLDYGTMENVSPAVITRLARELRELATTPPEGIRVIINEEKIT
DVVADIEGPGTPYEGGVFRMRLALGQDFPQAPPRYFITKIFHPNVANNGEICVNVLKKDWKSDMGLQHVLLVIRCLLIVP
FPESALNEEAGKLFMEDYEEYCQRARMFTGIYAKAEKKAEASSSKEGVETKAGEAQAKEPNGSSPAAALKKAPSAAKPEE
QKKAAIDRKRSIKRL*                                                                
>Cpar_14265Contig8085                                                           
MSGAQAIELETKKWASGDAGGFRVTITFSDDYKSSAGGQLFVSSDDVDAADFVLPWLQGAIAHCEKPQTVSALLTFLVKT
YKEHKGEGGDGNDTEEAEEDDDDGGFDFGDAARKARRPIRLRPKRARPAEASSSNAKPKELTADMFVTKGGSRVATERLL
KDLKAVHHSDAKNYGYDAFPVKDNLYHWRILFDFEKGSHLEKDLQAYAAKTAGKPEVELEVKFPSDYPFAPPFVRVVKPR
FQFHTGHVTVGGICMELLTKSGWSPNDIESVIVQIRAEMYNGGARLDPQHAAREYSEQEAQEAFQRVARQHGWAV*    
>Cpar_16020Contig10238                                                          
MSNSCVVRIQRDLRELSTNPLPQIYVAPHDDDISHQALILGPPGTPYAYGFFRFDMRFPHDYPNTAPTVHITTTDGGKVR
FNPNLSCGKVCLSILGTWQGEGEQWSSVQSVSSVLLSIQSLMCEKPYHNEPGF                           
>Cpar_16240Contig10548                                                          
MSRSHSGRLIKEYKELQRNKEPDIVLFPESENVYKWTAYLQGPPGTPYEGGTFRMDMNVRCVTKCFHPNIHFKSGEICLD
ILKTAWSPAWTLQSATCCGAATRVASALLPACTPN*                                            
>Cpar_17221Contig12097                                                          
MAERVKPRNFRLLEELEKGEKGHGDPSVSLGLERPDDTLMSSWLGTILGPNNTAHENRIYSLKLHCDKDYPEKPPAVKFT
SKVNMSCVNPQNGVVEPRAFPMLANWRPEYMMTQLLSELRKEMASPANRKLQQPPEGSTF*                   
>Cpar_18540Contig15238                                                          
MALKRINKELQDLSKDPPSNCSAGPVGDLFHWQATIMGPGESPYQGGVYFLNIHFPTDYPFKPPKVNFTTRIYHPNINSN
GSICLDILKDQWSPALTISKVLLSICSLLTDPNPDPLVPEIAHAYKTDRARYEATAREWTRKYAM*              
>Cpar_26199Contig52952                                                          
MVRALGNNSPSKRRDMDVMKLMMADYQVDLVNNSNSEFNVTFKGPKDPYEGGVWRIHVELPDAYPFKSPSIGFANRIYHP
NVDESGSVCLDVINQTWSPMFDLLNVFETFLPQLLLYPNPHDPLNGEAAAMLMREPERFKAKVAYIQKYAKSDDDGKKDE
SDDDTTEDSDDDDE*                                                                 
>Cpar_27616Contig54655                                                          
MASARGDKEREVHSTSAADSGEVPAELSKRLIHELQHVQREGWVSIKPGHGDEGVGSLRELVALQGPALSPFVDGVFKLR
ICVPEDYPEFVTPIWHPNITREGVVDKHVVEPLRAWSRTRDLSEALSETYQLLRFPDFAHTPANVEAADRAAFQATAREW
TLKYAKEE*                                                                       
>Cpar_27725Contig54853                                                          
MTTGGGTARFNPNLYDSGKVCLSLLGTWEGPGWDPRVSTLIQSLILVAEPFYNEPGFENRKSDQQSRQYNRQIQGYTS  
>Cpar_30052Contig7735                                                           
MTSPSVLRLLTDLKQIKQEPPEGCSASPISDDNLYIWSATIFGPDESPWEGVYSLRLTFTEAYPDKPPKVRFTCEFHPNV
YSDGTLCLDIIQDAWVPTYTVATILTSIQSLLTDPNPASPANPEAAHLYNNDKKEYSKRYDPKGHQSDVQCRGRVVSWIP
FAP*                                                                            
>Cpar_30706Contig8363                                                           
MQASPEGSSTSAKAAKNYNLKASRDSKAATDANTAVKRIMQEAKEMEREDSPDFGAAPMDDNIFDWHFTIRGPPDTEFAG
GIYHGRIILPSEYPFKPPSIILLTPNGRFETNKKICLSISNYHPEYWQPSWSRTVLVALIGFMPSKPEGAVGSLDYPPEE
RKALAAKSVTWCCDRCGPPANLIKGTGERKAETLPDDFQVSFKGEEKPAAADGSAASTPAPDANGAPSLLPLPRPRLPPP
RAPPSSSAPPSSSSAPPSTPAPPAPAAAAAAAGAANNEPDVLGWVAWALFFLILALLVRKMGAEWFAPISPARR*     
>Cpar_31070Contig8778                                                           
MSGIARGRLGEERKAWRKDHPHGFYARPENDPATGTANLMKWECGIPGKQGTAWAGGVFRLTMEFSEDYPSKPPKKFVPP
LFHPNVYPSGTVCLSILNEDEDWKPSITILLGIQELLDNPNPKSPAQADAYMCLNNPKVYEARVRQEVQKNPPPA*    
>Cpar_31467Contig9235                                                           
MLAMTRAESNKRSAEGTTRAKLAVSRFAEAQRTTPPTCTKRRKFFPAAQKRQSTEAEVRAMSAETSQAALLLMKQLRLNK
HPVEGFSAGLIDESNPFEWEVTIIGPADSYEGGIFRAILSFPKEYPVNPPKMRFTSEMWHPNVYSGRVCISILHAPGNDP
YGFETAAERWSPVQTVETIMISVISLFSSPTDESPANVDAAKEWRENRDEFRKKVARLRKDDVLRCHSVSLAFS*     
>Esil_CBN77974                                                                  
MRIQALTLVDQSDAGGEGRWETREVDAKLTLPKITSAALLWSDLSKDNLISDKKEVFSRTGIWRGPLSGLPQSTLLELPS
AAPPSETTLELVLLPEADGGDSLVLSFARAQLSVPLMRGYRYTLVRPAGGAGGYAIGAAATGAAPAAASGAGAGGDGKEA
GSASAAPGAATAAAAAAAETNSDVSAAAVAATAAAAAAAAAAAAGVDGGGGGGGTSGNDCKKNDGGTLVPSAPKTSAKAV
AAAPGGYAAATLSSLMADGSGGGGGRLRTQRERQRLAGAALRAGDVDRLLLCLGRLEGEAPPVHGGRADRYDDPAAVAER
AQRREAGSKGEDGSTGAGAAKTTTPTWSPPFPPEEFDGLDDEIGMDSEDWGPGASLGGYPPYHVGASGGRKVAGAGEEKR
QVNGGSKMSAYHVEALCRLLEALASGGDDDGDCGGIGSGEEEPGGGGRGAGEGREVKQLEAPRDCSGRAAVGRRPGEGAA
GCDAAPAADNSGPEGADRLGGGGVGCGCDGVDADYDDDIAAQATATLDGSCLRSVCRQYLFGADWRFVSTHQQFYLALLR
LLQEVLRPFNGPGAGGDGGGCRRQAAGGAGEPRSRQPLAQSLLRPSVDCPGMVDLLDSLCVALDDLVACPPQPPPPAALP



APTRLPQPSASPAAHGKSQETAVQQSVLDAHAFSAAAAAVAAGAPSLGPANYLVQAKYHPKYNKYFKMLSVGLPRSAALL
RMSKDGVDQAILDAPDAMLPLSGAGPAAMMGVPGAGPSASALSAAAAVSPAGPPCSSASVTKEAAANTPPPPPTPQETSP
VLVDQQQGVPPPPHGTPGVPSDGQDGAPVASSPAAEAPPPPPPPLPSAIPPPPTAAAPPPSLPLTAPHPPPGAIHPPMGL
RGGRRRELPPPKSYEEEKREHDQGVAMADLARSVLVLAKSAVAAAAAAAAAGDDAATAGAATVERDGDGSSATRAEADPG
GRAAEDLPASEEVVAPTESVEAVPSEKALYLEAIEQEQFATMQMEVAALPPPPVTVGEKADDAPGLAALAAAAAKPKQQH
HFWKVAEAEGSAFPARQRRLVRELRSLARELPLYWGSTIAVRMDEERPHLLKAMIAAPTGTPYDSGLFEFDIYCPPQYPS
VPPKVNLMTTGRGRVRFSPNLYACGNVCLSLLGTWSGSPEMMWSPDASLLQVLLSIQVLRPQTVEWAMTEALRFPPRGFE
ALAREHLWRKKWHILDVVAGWLRESKKPAGVRGHYRDLVTSLKNLLTELIRLSYSMGDCPYVPPWPVPASIEPAAAAVAT
AAAFDGDEPSRAEYFAAVRGIFGPEFPALSPAKQPHLLPGYADGPPPAANYGGQSFPPQPQPISCPQQHVPTPAAGGGGD
GGGDGDDPDTAVLCPLSVSAVGLPPKSAPAPGPAPPGATWASETAGGEGGVGVPQGSSGVGEEGGGGNPQQEGSTEAVGP
GGMVSAWYHSFVQQQQGGSGSGIDAGEATKTE                                                
>Esil_CBN77648                                                                  
MALKRINKELQDLGKDPPANCSAGPVTDDLYHWQATIMGPDDSPYAGGVFFLNIHFPADYPFKPPKVNFTTRIYHCNINS
NGGICLDILKDQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAQTPQQGKGAPITPWDGGRGERGKTX           
>Esil_CBN78289                                                                  
MYTKANLAALRVKKDIAELSQHRLNATHASTSIDFPDGTRNLLKLKVGVSMTAGLFEGATFYFILTIPPSYPFHAPTVVC
TSRAWHPNIDLHTGLVSLPILTKDWRPVLSINTVVFALQLMFIEPTEHYAVNKPAAAALSSNPDLFREQVRRSLAGGSLF
GVQFESHRLGGTADGKGGGHGAAKRKRGFGESMDTEAVQTTLEAMRIQLRGR                            
>Esil_CBN77062                                                                  
MMTTATGEVIMVPRNFKLLEELEKGEKGVGDHSVSFGLVDGDDIFMTDWNGTILGPNGTQHEGRLYTLRIHCGEEYPDRC
PVVRFVSKLNMGCVDQRSGEVFRNKLPVLAQWNRNYGIEQVLVALRNEMASPSNRRLQQPSEGTEF              
>Esil_CBN79943                                                                  
MGMACSSARRSSPSMRRIMSEWKQVQADGLAMGEGRSSSKGNSSETFRLKPVGNMFEWHFTFLGAKDSPFEGGLYHGSIS
LPENYPQSGPSVRLLNTNMRFKVGSRICLSASEYHQETWQPSWTVASLVSALVAHMTEAAVEIGAVRGATPSQKRKAAVK
SRSFVCAACGCCHHAFPEDRFPIPKGFDKGKKAGAGDDGSAGARREGRVAVGVGEAPAAASRGGLTGRSRLSWTVRLVTS
KPFLLALALIIASVFLNQPRHS                                                          
>Esil_CBN76623                                                                  
MASLPGNGVARTFLDMGVLGVLLVGAALVILVRTTWKKKRDESVAEPAVDTAELRRKRMAMLGSQVNSTPIERRATATTT
NSDPKAKHTPKKRVSRTKRTDALVHVEPEKKVNTVASRSELRNKREAFVAAATLPPADSGSASQRDEDSNADLAETEQPP
CISASAPMTTSLEGSRPGQPSDVPEPQPSSPAAAPAAVATPAPETPPSATETEQLPCISASASMATSLEGSRPGRPSDVP
EPQLSSPAAAPAAVATPAPETPPSATETEQPPCISASAPMTTSLEGSRPGRPSDVPESQPSSPTAAPAAVATPLATGPAP
TPPPPPPNLPGWMQLSELLELLESGARPAYEALTGIVCVDVVGNDLTWRSRGDGPAGPDTTAGVCRRWWDAAWGAGEVEA
ARVAADVLGLHLDAMQDDIFSSADEQGGALLLAFLGTSPSPLMVRHVFLGNPSAARASLRLAVAVLREVRGEAASPGAQV
PAGRRGTRATAASANATAWADTARRLEAWQPLEGLESLERLLRSAAGAAALAAVLGLEARREYAHGAELEAESVLGPLLG
GLSCVLTLNEHLRAAQENAGANPYSSGSPSLGNQMTQQLEEEAWKRVPAAHKLARRLAVLRKPGPRAHNAAVHEFNASVE
TAARNRQSFVALVEGTLVKAMTTKGVARESKSDVCAWLSKAIFLHEGLPEMCDDHSAPELLGGEGSTCASSGFLMSFSAL
LLRMGVGLFSSVCPKSMGLVEIDYVEGGSVNWSSGLPAASIDDDDDPDDCEGDEEVGHGDGNVGGGVAVAAEATPPHESG
GVEEEKDGGAGEPRESSGEAAAAATICGSGDDVGNEVASAAAAAAADDEGEEEEREQEEPPRRGFSFATELFFLTHRALQ
VIISPLDRRRGEMRKRISDIALARTGLSLSGDGDAEGEDEAGRGTAGVALKIFKEANSAISLAWSVEGFSSDAVTGHACQ
LALFSASWLELYIGEGNATSSSNCLRSPSGAPLPVAAAEGSASAAAAAATSVSKIAPPLIETICASWVRGASNGRDEQFL
SRRAAEDAATFCGKIMERVDLRLSPVTQNKLVGVLETLIQTGTWALENDRRGRRGSSRNGPVARSGGFSGSMYWGNRRGY
AGAILDSGELRTSLPRQLMRLYASVQQIEGMAATEYIGYFKFSVRVRVGTILLQLWSHPLGEPRQVILDLVRASMATSTT
AASTPPSPDVATATGGVSMSGGGGGGGGRTMTAETAPADARPLATEFFISAFDTINYFFNLALDHLRDGVIEERGNGGRS
LDAGHEHWHKYMSDRKQVVSALKNMTVPVLTLLTTLGEEKEVMDALRIGELGARSAALLSGMLRSLYGEESAAFAVADPN
AWGFDKAELGGMACDLLVGLTAHGDAAPTRAFAAALHHADSEFDGRLLEAVAAGEGGAGLGGTPALARLTRALEAADEDR
RKMEEEQAAAAAVAGEGGQGSGGSGDPFEGVPEVAADDEELVREYGDAIADLVHTQVESLSPGHYFDSRREGSTLTHPRK
VATETMRKLPRMLPNPPHPNSAVFAVLGEDALNFSRFVISGPVDTPYEGGLFVFDVFLPSNYPADPPLVQMITTGQGTVK
FNVNLYSDGKVCLSLLGSATGASASGGDKWNPETSSLWQVFASIQTQVLVKDPYYNEGGGRSNMRGRGTAETEEASAHEN
ARVILETIRHAAVANLRHPPKGCEKLIRQHFHSLRKRVLARCRRAVEEAPNERLKRATLRASAELRAEMDKLPQQLAGEV
ES                                                                              
>Esil_CBN73839                                                                  
MEVDEETPSNAAAQPKAGEEKAAGKLHVLGIGGRRAKRGSAKATGTKKTPGEIRIQKDIADLDGGSVAEITFPNPNNLTS
FKVKVQPDSGFWKGASYHFTFSIPALYPHDPPKVLCETKIYHPNINLQGNVCLNILREDWKPVLDINAVIYGLIYLFYEP
NPEDPLNHEAAELYRDNISQFERTVKRTLAGCVMHGETFQRLI                                     
>Esil_CBN73785                                                                  
MAASNLPRRIVKETQRLLAEPVPGISATPYEDNLRYFNVVITGPEQSPYEHGSFKLELFLPSDYPMAPPKVRFLTKIYHP
NIDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVAEMWKTNEAQALQTGGRGSLHGERSGDPGGTGC
GQCGEHRTQREAGN                                                                  
>Esil_CBN74520                                                                  
MELSVPDKLQTLKDYRLTIEYKHLKQNAPGGVFVIPSVNHLRIWYGVIFVRRGHYANGVFKFRVELPPDYNDAGTWPIIR
FTSSVFNPMVSPITGELDLRSVFPEWLPGKHYMVTALTYLKKVFYMKDFSFPRPANPEAQALFQDDKRGFLERVEACVRE
SQETVYENEEGSSLRFTEPKPAHDKLREKILGTDQAAKSSLPPTGTRELKVSTAATTGAGEGSTEADRTQEHSGR     



>Esil_CBN74182                                                                  
MAAMTGGASAMETGAAAPKSTAVGTEEIDFAVEAENRGMKLVSSTREENGGVVLTLDLGKGKVFTLSGVPGRGPFCVSTV
HPFLLDGLFVENLEEIQAQARRIQEVMSAAAEVYMCISGEGEGDDEEDGEDKYEYDYGGMEMEMDDEKAKRSFPTQEGGS
VFEDTDISQMLSGKAKSGAGAKSKAASANTRLMRDLSRLMRSDTKKLGFSLQLKNDDALHEWNINLFGFSDCPLAEDMKR
LEKEKHLDHVRLMMKFKDDYPFSPPFVHIVYPRFKRSTGYIIDGAFCMELLTNQGWTPTNDIESVVVQIRAQMVVGKARI
DFDATSVTQPYSEDRAKAAFRSAAKIHKWAISDP                                              
>Esil_CBN75500                                                                  
MSDYATELLRRQLQELNKNPPEGVSVGLANDDNMFMWELLIVGPADTLYEGGFFKAKLEFPKDFPNNPPTMTFISEMFHP
NVYPDGRVCISILHPPGEDKFNEQETAEERWRPILGVEGIIVSVVSMLSDPNDESPANIDAAVMWRNDREAFKKKSRLLV
RKSQDAL                                                                         
>Esil_CBJ28273                                                                  
MASAGGDVTRRLQQELMGIMMGADPGASAFPNDDNLFEWTATLCGSEDTAYEGLTYKLKLVFPDTYPYKAPLITFETPCF
HPNVDEHGNICLDILKEKWSSAFSVSTILQSLRSLLADPNNESPLNTEAAQLWADQDKYRQVCKQKYQEGAGEA      
>Esil_CBJ28210                                                                  
MCGQGRRASAAEDRGRFGGTMASDMATRRLRKELMAIKRNPIDNIVATPMDNNILEWHYVITGTKGSPYEGGHYHGKLKF
PPEYPMKPPSVMMMTPNGRFACSRRLCLSMSDFHPESWNPMWSVSTILMGLYSFMLDNAATLGSVTSSTAQKKRFATESL
EVNCKNPAFRKLFPDLVELHERRKSEAIAHRREVDASASAGSATSGAGLTTAVAAAAAAAAGGGAPSGGKAGSGASAGGG
GRAAGGGGGAGTGAPGAAGGECFCWVSVAVAMGVCGAAYVLATVE                                   
>Esil_CBJ28145                                                                  
MARRLQKELAELRKNKLEWCDIQPMDDDIMRWTAMLVGPDDTPFGGGCFNLEIEFPAEYPFKAPKVRFVTRIYHPNVKTD
SGEICSDILNENWGPTLNVTYVLNTIRQMLQEPHADNPLEADIARQLAEDKDAFTQTAKKWTLDFASP            
>Esil_CBJ27032                                                                  
MSGIAEARLREERKAWRRDHPVGFHAKPMLKDDSSTDLLRWECGLPGPADTDWAGGLYTVTMEFTEDYPSKPPKCKFVPP
LFHPNVYPSGTICLSILDEDEGWRPAITIKQMLLGIHDLFDTPNPNSPAQSEAYQLFVTNKEEYKRRVRLEAQKNIPST 
>Esil_CBJ33164                                                                  
MFGQAVIFGPDDTPWEGGTFKLLLEFSEDYPNKPPSVRFLTRMFHPNIYNNGQICLDILQNQWSPIYDICAILTSIQSLL
CDPNPASPANSEASRLYQENRREYNRRVREVVEQSWVDE                                         
>Esil_CBJ32983                                                                  
MADVVDLVLSDEDDGGGTTSGGIEKTAQVEEVDVSSELVVVKSPTAAASSRPVARAQTGRAARRKSGGAAASPGVGSGGR
GHASRSSPNKRNNSKSAVAAAAAAAAQNAVLIDDDGDVTAQNACSSCSKEVRNPFPLERCGHTLCPGCLLTRASASECPV
DGCGKPVSVRDLALILDENAWVDLQVKRVAAFRARARKGARCPKCQSWVEGGSTSAPSQRKQGGDVVEVGKVGGTAKDRV
KVLLSGQPLVCNQGHLLCRFCAAELSKKSPRCVACGDAKLLPVSGLLSLLEELVANPASVELCGPVGPLPKTFATGAAAA
AGRGRGGRGRGGRGGYVYPGGRGGGGGRGMGAGRGAGWAALMAGFGELGGFGQGYGYNGGGGGGGGGGAPKISSKWSKGT
GYGGSGDAAAAASTQAVAAEAEGRADKAMVVIFDALTGCLPATGDSPEHLPELLALVRESSLLQTVCAYLRNDSLMDIAK
RRKLYQSLFKLVLGFAQHELLAPLIDHVPPKSGGAKTELEASATSSGSGDADSSSGKGKGKGRASSDEDLAVAGADGEGD
AEEEDEDVSVAELLASANRQAKVFAQAPGAGDGKGGDAGTLAFALQVTEVYDKVKASLTYLRGIAEARASSPAVLALASA
MGAGGGVAGAGLGRKRKREAADIVEVSLESRYLSELGDSRFELMALLGPGHSHHFSGQASSQTGGAGGRVRAVRISQEVS
TLATSLPVQPDSSIFLRVDEDRFDVMRAMITGPKGTPYECGCFEFDILLPPDYPNSPPKVHFLTTGSGRVRFNPNLYQTG
KVCLSLLGTWAGPGWNPKTSTLLQVLISIQSLIFVAEPYFNEPGFEGQLGTPQGRVASSSYNTRIRNGTLLLGVLEALEE
KRPGALSDVKRTHFRLMKGGGRGGAFQTYPRGGGEGAGFGEKTPPREKVFRTTKKPSPPLEGGGSPPEPCGFPPREEGGG
KKKGSHIAKREGP                                                                   
>Esil_CBJ32978                                                                  
MLSMSPSKRRDTDMMKLMMSDFEVHIPDESSMHDFLVAFPGPEDTPYQGGVWKVHVTLPKEYPFKSPSIGFENRMFHPNV
DEMSGSVCLDVINQTWSPMFDLVNIFKLFIPQLLSYPNPTDPLNGEAAALLMRDPKAYDNRIRECVRLHASDPVHLDGTP
VVVAPPTPPPSAAAAAASGGGAAAAAAAASPSTSVGTSASSDVSDMSSSDEKPPPASDNANGDSSNAVVLGKEDEATMGE
AGGNGEATKRRDSAPGGGGNNNGGANSSRSSSGSDFMMEMEMDETSSDVSALSDIGA                       
>Esil_CBJ32534                                                                  
MLSLGAADTVYAGETYRIRIRFPANYPIEAPEVVFVPMENQMIQNGLLVRCHLKGVCTGSLVEHCVIIAVSYH       
>Esil_CBJ32533                                                                  
MTASVAERRIKKELQKLKKAGDEVGMAVELKVSSRRLLIKAPTAPLHPHIYTNGHICLSILYDEWSPALTIQSVCLSILS
MLSSCTVKEKPSDNDAYVRKIGRGSPKTTIWAFHDDTV                                          
>Esil_CBJ32475                                                                  
MAGVGLVRLGKELKMLTDEPPPGVCAWPVDDCITHLQAQIQGPEDTPYERGTFLLELKIPDRYPFEPPKVRFVTPIYHPN
IDSGGRICLDTLKMRPAGSWAPSMNVPTLLTTIRLLMAHPNGDDGLMPDITELFLKNPSRFADVARAHVEEHARQDKPSP
ATGKAAAPTERQAAEDTAAAPRGGEEGKAGKTSVPSIATTSRDSGRPSAVGEKLGSLSPDKNSRSRETSVKTAAAAAGND
EVGKVSDGGVRSPPSPTGGDGNGTAAASSAAEGDGSDDSHAGKGKGPAAAAQKPPDDDNDSSSNTRRDSCVENGGRAESD
GDGASSDDGAWSDSEDDDDDRTGGATSNKRARTAM                                             
>Esil_CBJ32389                                                                  
MSLTSAKRLRKEMHKLQTSPPDEDIRMSADEDDIRQWRAYIRGPPDTPFAGGIYELKITVGQQYPMVPPCMRFVTKVFHP
NVHFNTGEICLNILKKDWSPAWSLQGACRAILALLAHPEADSPLNCDAGNMVRAGDMRAFRSVARLYNEELASKDWPADF
>Esil_CBJ32027                                                                  
MGDRANRRDPVPGLFVYPDEDLVTVVHALVTGPFDTPYEGGFFYFVLHCPDDYPHSPPRVRLMTTGGGTVRFNPNLYANG



KVCLSILGTWNGPRWTPVHSISSVLLSIQSLMNEKPYHNEPGFEAASNPQDVRDYSDCITHETLRVAVCAMVDDSSLSNS
MPACLQALTRDLFLSFVPRYELVCEQNMHRDGGKMVDPFGENRGTFRYASIARSIKRIASLLEPAAPAEADEVDPVAPPP
GQDDGARPMQTDDASAAAAAAAGPVASEGEDGCGGSRTGVGASSAGGGGSSSGAGSVLRALR                  
>Esil_CBJ25451                                                                  
MEALKEKLLRSDFDQVRQHPKYQTANVRTEEGSIFKWILDVPGGKGTSWEGLVYDLEVTFSRRHPFEPPRVDFPRTHRNV
SNPGHPLVDANGRLRMQKLSFDKWLPTIEASQVIGWLFHLFETEPPCVTSGNSCPFTHLSSETVLQVHTFLDAGDLGRLS
QTSKHMLSLCFDEATWAKLYYRSCTSLDGLLGEKEGGACPVRVMGASGKWFWEGSREAFIRSWEMRKACSSAAFSTAKTQ
ELHVKWELSGLLTVAAGLLHDIQNRRLGDVFPAANAGYLRHMERVLDSLTMRVASLQRLMAWPGVCRGLLSEKDEDGSLP
IDVWGRPGQQRRSPSPSPSPHEKQHRVELPARVGGEPPQVLAAADGDDEMDDIGGGAAAAAAAAAASSGWATLQNAQPAC
GMGGLFWPTLYDLMAAKRRQRERLRECFRKFSRGQKLDVRDPSGVWMGAEVMWAPGDGGVGTLRADGCGEDGGAGAGAGA
APAAGVAGGGGIQGGGGGGGGGGPFAGSPVGGDAGMPEWRRLLQLGLMADGGRALPGSPPPALANWNPGAGATLAAVPAG
GGAADAAALGAIAAAAVDQAAAPPAAAGAAAGGPAAGALVFGQGGTTPPGSNRKLVRVHYEGHKKKYDEWISVQSGRLAP
FRSRTTRPLSVTMQFVEQVVNGASVSRCQRRDLLAGGSLVLGEIGS                                  
>Esil_CBJ31773                                                                  
MPVNIKNPAIKRIHADVRELMKDPSDQYHAAPLESNLFEWHFTIRGPPDTEFEGGVYHGRIILPPEYPFRPPDIMFNTPN
GRFSTGMKICLTISSYHPEHWQPAWGIRLILEALISFFPSPSHGALGGLDWSAGERKRLAVESRKWKCYKCGLVADLLPE
LRPKGESGGASGRSSYADQIKELHKLKAKTADEVAAESPVAAAAAAAASDDREPGTTVSESPSGKIASTKKEAEVIAQAP
GEKRGVIGAISEMAATTAPSSPRLRSGGGAPAEGGGDPTPSPANARGASEVEGNQGQQQQQQQESREDDLGREDDVLSFV
AVAIALAIVGILVRKALRLAEVI                                                         
>Esil_CBJ30821                                                                  
MSGIAAARLKQERKDWRRDPDRPFGWWTRLSANPDGSSSIMKWECGLPGPKNTNWEGGEYRIHMEFTEDYPSKPPKCKFV
PPLFHPNVYPSGTICLSILNEGQGWRPSITIKQMLHGIFELLDNPNPDDPAQSEAYQLFVNNKAEYDRRVLIEAKKNPPA
A                                                                               
>Esil_CBJ49201                                                                  
MLLGFCWWETTVASGRKWLEQGERADLVEACRQVDPGQTGRISISAMGKVLGAVGSESLVARAERTLAREREPSRFGDGD
ETVAFSSLVGLVAESFRLVRQPFGGKRCIVSRLPLPPCCENGYCMAHLEKPSSAALSGGGGVSDENLKRTALKIIFAQHD
TDGSGALETEELPKILAEFDVEYDEKRLPDMFAIYDVDDSGALDFEEFSALLKDMNADKAVAEKKMNAYRLPPALLKEFS
PEAIEEMRVTFALFDESGDGALDEEELGALLRTFGQEPTKDKIHKEMLEIDYDRSGTIEFKEFVTLMKKVRDGEVELDDS
AFGRAIMNSTVASRLSEELRRLDANPIPCLQSAKLIKSSPATLRAKIACPTGTPYEGCTLTMELVASDGYPFMPPVAKFL
KRVFHLNFSVLLDGTTAVRSVLDQWTAEWNVSKFLREVIRLLRDPDPSLLPDNIRRGASSTAAAAEQLPAPSNASCRSPK
VEENCQGGGFGEGKEKDQGSDERHHEGAGRDWRKREGGAGVNEGRCHRSSIVEGRHLAVPPDGEVRGGVGGVGPQGAFGG
VASRGTTNIATDNRGGRGGGECALPEHEMSSPNRGGRGNERHVRGDDLRETKWGDLMSVRVASLWYDNRPLYEQTARRIA
ATQADGNRS                                                                       
>Esil_CBJ26141                                                                  
MPATLAFLCLVAHSSTSAAASTCQGGAPSRAFLAHGRRSSALTSSNARSCNPGPTTQGESGHGEDALETFALVVRGGSDE
DPSLTTLFMRVLMPGFRRDKGGDGELDLEGGGLMRRLKRLVSGVFRKVRGSPVPITEPKGEAKNVATKKKSKGKAKGATT
TSHLEKTYRPGNANYRIQKELKEFMANPPDCCKVSVGKNIRVWIITISGAEGTIYAGEKFRLRVSFPEEYPTKPPAVYFL
QSPPPPKHQHIYTNGDICLSLLSSRDWKPNLTVMSLALSILSMLSSAKEKRLPEDNATHAEARPGQAQQWIYHDDLC   
>Esil_CBJ30375                                                                  
MHTSAPMPSAVLLWEATAPTCLARSVSFTTKRSSAISSSKRKAEKLATQSAEPGRLVQIARCCVLLALFADQAPVPSRFQ
DALHGDHPGHARGLKFHEAHVTRGVADEKGLKATEPSGSRTCSVTETLKEQGRGEKGLDCAAVACPGLIEDSSTTSACPR
EMAGDAGRIRKELAECARDTDSGVTAVPKGDSLARLEGTILGPVGTPFEGGTFLINIDIPSGYPFEPPKMKFATKIWHPN
ISSQTGAICLDILKDQWSPALTIKTALLSLQALMCSPEPDDPQDAEVANMYKINRDTYNQTAKFWTETYAQVRDPGGNED
VVRRVCDMGFPEAQARRALASNDWDETAAINTLLSGS                                           
>Esil_CBJ25935                                                                  
MSGSTTARREVSEWLKAQTVGAGDGGVGRIEIDHVKEEERRIVLKEASGGQVFSITYQKEYPNSADEYLRFLQKKSAKKG
KGALGATPSSAALGQEGPRADASQEGGGGCSDGGGDGSAGDGGDDEFGEEEEEEEEEDGNESDYVVDSRWVSVGKGGRRS
RGRVEGGGQRLRRRDRPGSTSTTRNGTGSKEKALREEMAANKEREAKENADKKGVKPKKVENIFTSKASSAVLTQDLLDI
QRLEQELGMEVEAVDDNIFHWKVKINRVSDTSPLREDLEKLRQTYAYGYVEMELTFTMDLYPFYPPLVKLVRPRFQGFMM
GRITSLEMLQLSKWSSVRGMKGVLQGIRTALETWGRLDLGSELNDVIVHPEGSYTELEHLLMRLGLVTEIRPHASMQCDE
DALLLGQEVGGGGAEMEMDEADDDSSRQHWAPEDDDQEGEGSSVERKRKRNGESSTATSLVDPENGNEEASNGQGAGGAG
LAGAPSQAKKGASDDSRGGSSGSVSFSGWAASPGTGGTGGGLNATAAVLAKVAAAAAASTGGLAGGEGGGSKQGSNSRQY
WAAGTGYGHSGAAGEKWDVDAYLAAQREQDRLKEDLLQEIAYLMRPDERHAFPEFAALKRKSALPTPPPPPPPPAGGSNP
EEELEEEEGDGEGSVVAGKGKARGQVGRGEEAAGVSASPAEANGIGPGDGAGGGGGGGEGGPAKERIDPSGRKRKKLTFA
MEEYRVDSVNSSLRVLEESCLVPFLQQLLENDSLLDVDRHAALYTSVFKLVRCIASWRSLHPLLGPMKGQKPRRSLYRLL
SKLGDRAKVYQSTTSKGRVGKGGDNAKAKAKGTNLKTKPTAGGPPVPASQDSSSSSSQSGKTMGFGLALGVFSKKAAGAD
EAAAGKGGVGDDDNDGALTDLLLAAVQDVEDVVDASFVEELENASITRPMEIRGNGKGKGGATTRSSTAAAAAGIGGSAA
PARGRGSKGSSARRGGGRGSGAPSPAGNGSGEGEGEEEGEGEDEWHRYRETMAPLQYVEVEDLVGFCFKAESSKTANRGN
PQRVKRLGQEHADLSQSLPLSLSSAVFVRTHEDQMDWMQVMISGPDDTPYSGGLFAFDIFFPDNYPQTPPKVKLMTTGGG
THRFNPNLYADGKVCLSLLGTWDGDRGESWNAQTSTLLQVLVSIQSLIFVPQPFFNEPGYERQLGTELGKTQSWDYNAKQ
REGTLKLAMLQMLQMPPAGFESVVRGHFYLRRKYLEGLVAQYISEATARQGSGQHLKRLQALATQLQEKFATLQPPTAS 
>Esil_CBJ28647                                                                  



MSNKRKMSLLSSFENISPQVISRVGREIQDLQRNPPDGIRFLPQEEDTIAEIHAEIKGPVGTPYDGGSFHIKLVLSNDFP
HSPPRGFFLTKIYHPNVAPNGDICVNTLKRDWTAEVTLTHVLQVIRCLLIVPFPESSLNDEAGRLFMESYTEYERRVKVW
VNVHASKSLSSAPDGGEATSGGGSSGSGAAIKGGVVKAGGNGDSGAAVAATAAPAAAVSGKKAAPSGKKGSSSAKVAVGS
GAAGGVAGGKRREDAGAATAAGAAAAPRKTVKDRQKEAKKKGLKRL                                  
>Esil_CBJ28324                                                                  
MTSAAVGSESVTSNHALKGRIQDWVLEANSAEDQGSDVSVGKGKGKEKDRDGSGTAGWEPPVNKIKIEVRYGSKRYDVTV
DRNDVFHGIERLKTFVSRKKALASITPEPQGGRVDASGGSGRRDGGGGASSSGSATAASAATSSPTVRPDRIRLIHGGCT
LGSMWSLKDGDVVVAVDKNSLTSPTFTVKIEGGRDMFLLSRRGETNFSLKLRIWLKYPFERPSKVTLWYDLKDVGDGQYR
GFLQKNAGCPPVPDAVASPTASAADGGSEGLCVLDLQRSDPYRSRKQSRLSLTRMDVSKQLFHAFINRQQAYDLPVEVGL
VSFGDDVDVPCEPTPLFENFRDEVDTLTPAGNTKLFDAISEACTLLEKWQTEWVEKADKRKEEENRKRKAAGGDQANHGP
VPDEKRPVLRVVVLSDGKDTKSTISAHAVCGRLQKVGVIVDSITVGTEKNNQLKCLSLATGGYAFHPMTLRAALRLNELE
TVLLAGQRARQRPAANARRVSSKYELVTAARLGAPHDTEETATLKEDPMARSKCNSGGGGAVHPERQRRVQREMMDWMKN
PHQAFEVFPSDENMHFWKVLVHGPASTPYREGCWMLSMFFPPGYPSVAPKVRFITPIRHCNINSHGRVCHALFDRSWTPN
TTVLDVMSCVYGLLLAPDHDDPLDSTLALQMYDSNGQYEAAIIEHVKAHASKPRKVWKAEMEAAGMSSGERLSSSLLTIE
QAMDALSAGRLDDAKEQAAIAAVFAAGGPAPIAGPRTTGGGGSSSSSSSARAHEAQFPGLKGARASACLVYAWALLEEPS
PNLEDVKNIANDARIYDSTSPEVDRCLVEVARRKWKMCDPTSVQGIRKLKETVHLQKLYVAMLDDGSAVKKGRRRRL   
>Ngad_00044                                                                     
MALKRVNKELQDISRDPPANCSAGPVGDDLFHWQATIMGPEDSPYAGGVYYLNIHFPADYPFKPPKVNFTTRIYHCNINA
NGGICLDILKDQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAQLYRTDRSRHDATAREWTANLPVKLPSTPYR     
>Ngad_00848_01                                                                  
MWPGRAMSSPNRTAAAPPASGSQQDEIIVPRNFKLLEELDQAEKGQDPTISLGLQNQEDIFLVAWNGSIFGPPGTTFEGR
LFELKIECGDRYPNEPPFVRFVSRVNLPCVDQSTGVVNPSKLHILSHWDRHFTMERVLNELRREMMTQGSRRLPQPPEGS
RF                                                                              
>Ngad_01040                                                                     
NDRRVRLFGEEFPAAFAMGSLKRLRKELQAIEKTSDTDMELWPQEDNIRLWHAIIQGPGETPFEGGTFELRIEVGTDYPI
RPPVIRFVTHIFHPNIHFETGEICLDILKKEWSPAWSLQTACRAVVALLAAPDAESPLNCDAGNMLRAGDVRAYNAMARL
YTVEYGSATRRG                                                                    
>Ngad_01858                                                                     
ITGGGKMSRRASRVKRAGMRDGIPSLSNLVLLWLFLFTAFTRSESHSISSNRCILKSNKAIRARSVLLRRKEETFRVLHP
QLPLTTLLAQKRGGALQSSSLLGRIMRAWRGSAKRGGSIHGRIKRFLGLLWNAAGSSAGHDVKRSTIRSGSLGGVGGGRL
GGNRMQKHLGKEFRRGNANFRVQKELREWLANPTENLQVAVGDNIRVWVVTLTGAKGTIFAGEKYKLKFTFPMDYPSKPP
SVYFLQPPPRHEHVYTNGDICLNLLGRDWRPNMTASMLALSILSMLSSAREKKIPQDNHVHADNPPGKEQANWLYHDDRC
>Ngad_02149                                                                     
CILSCVTLTSLVPVKQGNEQKRFTTVFKFPTPATPDVILQTDEFQCAKRLDSTMLQKVNFTTRIYHCNINANGGICLDIL
KDQWSPALTVSKVLLSICSLLTDPNPDDPLVPEIAQLYRTDRGRHDATAREWTAK                         
>Ngad_02871                                                                     
SDRCPSSKPETMSGGIARGRLQEERKAWRKDHPHGFVARPVLDADGSMNLMSWDCSIPGKEGTDWEGGVFKVTMEFSEDY
PSKPPKCKFVPALFHPNVYPSGTVCLSILNEDEDWRPAITVKQMLLGIQDLLDSPNPESPAQAQAYQLFVTNREEYRRRV
RIEAKRNTPAS                                                                     
>Ngad_03103                                                                     
MSSYENLSPQVITRIAREIQDLVRKPSPGIRLAQNNCDNIAEVHAEIDGPEDTPYVDGTFHVKLVLSQDFPNSPPRGYFL
TRIYHPNVSSAGDICVNTLKRDWSPSVTLAHVLQVIRCLLIVPFPESSLNDEAGKQFMESYADYARRARLLTSVHARRKV
NGSSENMIRSASRDSMSLEKEVKLVEGEDAADGFSKKSVEESMGEGETKGVLGSPNLPGLMKRKGDPNQKEAASSMDKRL
KKKGLKRL                                                                        
>Ngad_03250                                                                     
MSHSMQFTRPCFTTSASLGGLRNIRQGSRGGDKDVQEFLEEAVTPRGAQGPRSGAGRGSGSYERFIKTYKETVLTEEDKR
FKTWSNWKDQLEDFENDGQEDLSGGEEGYLGSMVDMESSGRGAKKGRGRGRSVRGRSVRRSRGGRDEEGGEDVGSYFDWT
EGSLFIPDLVVREGDEGGTVSDRIRVEDDLQLRLNKLLWRRLKLRARDLDQHVPRAYRRGRAVQRAMAEARAREARAGTG
IPGAKGAGLEVQSGTGEDGLGTVRETRETSGGPGSRGQVGEGLQEGSPEPVAGGVAPALDPDIQVVKRLNQARTLEAIED
EIGRLMVEGKVDVEMEEEQIRARRLQARARRMSSGEYDHGEDIDGGGEEEEGDGEERQGSKMDDWTRIHVQDLEEAVGEE
VPTLDADEEGFEAFREYAEQLIEAGGVIEYRSTRAGKYDREMALPAPLATGRALEQALRRDRTAVEKVSASKHRFGGKEK
GTAPMSASDFEASAACAWLALNKNVSMGDTTRMELSEALATTLQRLQEKPGRLERVRARVKAAAASAGGRADGEATGGGG
RGREGQEKKEEEAAAAAAAAAKIDVDGGSSSSVAVEAGEREKAHDGGAPATENGTVSIMGIGGKSVKAAQSKGRRRQPAE
LRIQKDLAEVELGTAATLIFPNPNDLTDFIVEVSPESGFWTGAKFTFTFRFPAEYPHTPPKVTCQTRILHPNIDWEGNVC
LNILREEWKPILDVNAIIYGLLHLFAEPNPDDPLNKEAAELFRADARQFERVVKQTLRGLSYQGHTFERLL         
>Ngad_03322_01                                                                  
MSATLPRRIVKETQRLISEPVPGISATPYEDNFRYFNVVIEGPESSPYQQGIFKLELFLPADYPMAPPKVRFLTKMYHPN
IDKLGRICLDILKDKWSPALQIRTVLLSIQALLSCPNPEDPLNNQVAELWKADEDRAIANAKEWTRLYATK         
>Ngad_03426                                                                     
QAPQPTTARTVPLSGRLMPMARFSRLARELELLRNDPPPGVAAWPVDEANLSRFHASIRGPESTPYAAGLFRLELEVSPR
YPFEPPTVRFLTPVFHPNVDDRGRICLDSLKAQPQGAWTPSLNIPTLLTTLRLLLAHPNADDGLAPEPTALYQRDLRGFE
QRAREHTAQYAMGEATSPGEALAACLQGEAEERDGGGGRASCEQGAVEGEGSVRRGREEKEDADSQMHVAGENEDSASSA



GGGPADAGRWTAAIFLVH                                                              
>Ngad_03763                                                                     
AKKKKEEEAAAAAAAAAKIDVDGGSSSSVAVEAGEREKAHDGGAPATENGTVSIMGIGGKSVKAAQSKGRRRQPAELRIQ
KDLAEVELGTAATLIFPNPNDLTDFIVEVSPESGFWTGAKFTFTFRFPAEYPHTPPKVTCQTRILHPNIDWEGNVCLNIL
REEWKPILDVNAIIYGLLHLFAEPNPDDPLNKEAAELFRADARQFERVVKQTLRGLSYQGHTFERLL             
>Ngad_04363                                                                     
MKGTTKWPASVRALLVPGFRRVVEPSIDLVFLGFLFPVLHRLAMFPFGRSRRPDRDLDALKRQQIEALKQAVPTARAVNS
DSSLFDLPIPSASATAVLRVSLPHNFPDEPPSLRLLGLGVRHAWIDATGAVVRHPKLSPWQSTHSLAEVCTSVMQEITKT
VGGSPTVGVGVAVQWGGGG                                                             
>Ngad_05008                                                                     
MGDFSRIQKELRECAKDQKSGVTASPVGSSLNHLSGTITGPDGTPYEKGVFKIDIQIPTSYPFEPPKMKFVTKIWCVRDG
>Ngad_05171                                                                     
MSTAARRRLMRDLKRLQSDPPQGVQGAPLDNNIMTWQAVIFGPDDTPWEGGTFKLLLEFTEDYPNKAPAVRFVTKMFHPN
IYNDGQICLDILQNQWSPIYDVSAILTSIQSLLCDPNPASPANSEASRLYQDNRREYNRRVKEVVEQSWIADDXXXXQA 
>Ngad_20366                                                                     
MWWRGSAALLSPPSLLSLLLLLLLFHRPSYALHIPNKGGKKSPPGLPRSFALSYRRLIKEWRGIMAEGLVLMDSGEGNCS
LSNNTEHIRLAPCRGNLHEWHFSVAGPPGSVYEGGIYHGRVILPANYPQTAPRLQMLNPSGRFEVGADICLSATSFHQET
WQPVWTVRTLVSALRSHMATPAVEVGGMECSARRRKFLARRSRGFLCRGCGVDHSNFPGRVFRSLPEVGEVSRVPGRGET
RGRGNRGGRETGVGVADRAAFSGLARLVAVLRRHKVSVLLCLVFWMCFLVLNASSAL                       
>Ngad_21147                                                                     
MALKRINKELQDLGRDPPANCSAGPVGDDLFHWQATIMGPDDSPYSGAVFFLNIHFPADYPFKPPKVNFTTRIYHCNINA
N                                                                               
>Aano_F0XY84                                                                    
MPRRPPLPTRRRKELNDLEANPVDFCCGGPKGDDLLDWGTAHASRRARAVDPRPHQVLTGPDGTAYEGGAFQLDLKFPTE
YPFKPPKIKFETKVYHPNIKTDTGEICNDVLVSNWSPTLNVRYVYTTLHELLKSPNVDHPLEPEIAQEFASDRATFDKKA
KEMVDKHAR                                                                       
>Aano_F0YHA0                                                                    
SFALSLRVPTNYPFRPPSVYCLTRVWHPNVCVDGGRVSHPLLDRDWKPVLSINTVIFGLQLLFLEPNPEHAANGAAARAL
LADRNGFAAQVRETMRGGTFLGYEFPR                                                     
>Aano_F0YBR4                                                                    
VADDADFTAVDAMIVGLEGTPYAGGFFHFKVRFPPAYPCDCPKVELATTGRGTVGFNPNLYANGKVCLSILGTWAGPSWS
PTQSLASVLLSIQSLMHDRPYVNEPGREAASDAACAPYNEFLRYATLRYALARNVDASSAEYRAMPEPMRRFVADAFLRK
FD                                                                              
>Aano_F0YIG1                                                                    
GIARGRLAEERKADHPFGFYARPGSNPDNSTNLMRWETGIPGKAGTDWEAGLYKVTMEFTDDYPSKPPKCKFVPPLFHPN
VYPSGTICLSILNEEEDWRPAITIKQMLLGIQDLLDTPNPNSPAQSDAYQLFVSDKAEYKKRVRQEAAKNAPPS      
>Aano_F0Y1I0                                                                    
MASGGKKGAAYRLRKELAALHKEKPEFIWATHKESNILLWSFLLAPPSDSVYGGGWYWGRLTFPAGYPFAPPSIIMCTPS
GRFQVDHKICMSMSDYHPESWNPSWSVSTILKGVLSFMLGDEVTTGAVEASAGDRRALAAASAAWNASRAEFVELFPDFA
E                                                                               
>Aano_F0YJE8                                                                    
RMGKEVKALATSPPEGVKYVETDADQLTEIHAEMSGPTGTPYEGGTFRLKLVLGSDFPSAPPRGFFLTKIFHPNIAANGD
ICVNTLKRDWSSDVTLSHVLQVIRCLLIVPFPESSLNDEAGKLFMTSYDEYAARARLYTDLHA                 
>Aano_F0Y5N9                                                                    
SVFVRFDEGRLDLCRCALTGPADTPYFGGLFVFDVYFPQDYPAVPPLVHLTTTGSGTVRFNPNLYADGKVCLSLLGTWHA
ADASQKWNADTSTLTQVLLSIAGQILVKEPYFNEPAYERVRGTPEGDATSERVNGDLRNKTRTCAVVDHLKRPPR     
>Aano_F0Y6H4                                                                    
AVPKRLVRELRSLARDLPVHAASSVLLRFDAVCPLYMRALITGPPRTPYEHGCFEFEVECPADYPAKPPRVRILTTKRGT
LKFGPNLYADGLVCLSLLGTWPGPGWDPNASSLLQVLISIQGLV                                    
>Aano_F0YD80                                                                    
MSGIEARRAQAIKDYKLTVEYKHLKQNSPGGIYVVPSFADLRTWHGVIFVRRGMYASGVFKFRVELPPEYNDVGAWPRVF
FTSRIYSPLVDAESGELDVKFAYPEWDPAKHYVVTVLTFLKKIFYIKDGFEGYEAPKNAAAARAYADDAPEFLREVEACV
RASGDRQGRTRERNSQLQRLISRPFSTRFG                                                  
>Aano_F0YND0                                                                    
KRLMRELGMLKNSPHESIDVYPCEDDLSFWKAVIEGPDGLYAGATFLLSLEFPADYPSSAPCLRFLTEIRHVNVNRHGRV
CHAILEGDYGIDVSVRDILSYVYGLLLCPDAETATDSNLASLYFEHPERYKQAV                          
>Aano_F0YDU2                                                                    
MSSAARRRLVRDFKRLQSDSPSGVTAAPNDNNILSWQAIIFGPDDTSWEGGTFKLELTFTEDYPNKAPAVRFTTRIFHPN
IYNDGQICLDILQNQWSPIYDISAILTSIQSLLSDPNPASPANSEASKLFSENRREYNRRVREVVEQSWDDGEGGDDDDD
DDDDDDDET                                                                       
>Aano_F0Y5R5                                                                    
MALKRINKELQDLGRDPPANCSAGPVGDDLFHWQATIMGPDDSPYTGGVFFLNIHFPADYPFKPPKARGPRPARFTTRIY



HCNINANGGICLDILKDQWSPALTISKVLLSICSLLTDPNPDDPLVPEIAQILRTDKKKHDTTAREWTHKYAM       
>Aano_F0YIG2                                                                    
EIFLIGPDNTLYEGGMFKAVMEFPKDFPDMPPSMTFTTKMWHPNIYPDGRVCISILHPPGDDPQNEQETADLRWRPVLGV
ESILVSVISMLSDPNDSSPANIDAAVQWRDANADFKKEVKRLVRRSQEEM                              
>Aano_F0XVN4                                                                    
MAFDRGRLKKELTELTRDTKSGVTVEVKSSDMMELEGVITGPEGTPYEGGTYQIGITIPSGYPFEPPKMKFLTKIWHPNI
SSQTGAICLDILKDQWSPALTIKTALLSLQALLCSPEPDDPQDAQVAQMYLNEPDTFKQTAKFWTETYARPKEAGAEDAA
VARLVEMGFSREQVVKALADAKGDENEAVTALLSGA                                            
>Aano_F0Y522                                                                    
LPTGVFVRAFQERSDLLRCVIVGPDGTPYERMVFAFDLQLPAAYPKEPPAMHYHSWGITERLNPNLYENGKVCLSLLGTW
SGPGWDPESSTVLQLLVSLQGLVLVDKPYYNEPGNEKHAGTLEGEQQARSYNENAKLLSLQATISAAKRPP         
>Aano_F0YFX5                                                                    
NPAVRRIKGDIRELAQNPTREYHAAPLEDNLFEWHFTVRGPRGSDFQGGLYHGRISLPHDYPFKPPSIMLLNASGRFEVG
KKICLSATSFHPEHWQPAWGIRTIVEALIAFFPTPTESAIGALEWRPDERQALAAESR                      
>Aano_F0XVC1                                                                    
RLMVEAREMLGSPPPGLYASPADEKDVTRWICTICGPAGSAYEGGMFRLSADFPPDYPLNPPRVAFLTALFHPNVDARSG
RVCVDLLEPDHWTPAASIRVLLLSLQSLLCDP                                                
>Aano_F0XY27                                                                    
MASDLATRRLLREFAAMRKAPPDNIVARPLESNVLEWHYVITGTKDSVYEGGHYHGKLKFPTEYPLRPPSVLMCTPSGRF
KTNCRLCLSMSDFHPESWNPMWSVSTILTGLYSFMLESSPTLGSVEATPAQRRRFAAQSLEFNCANETFRGLFPDLVS  
>Aano_F0Y5L1                                                                    
MSALPRRIVKETQRLTQEPGAAAASLRARARPAAHPRARAVPGISATPYEDNLRYFNVLISGPTESPYDGALELFLPEDY
PMAPPKVRFLTKIFHPNVDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLDNNVAELWKKNEPEALK    
>Aano_F0XWY1                                                                    
WCRAHPSRMDALRVAIAAPEGTPYSGGLFIFDVRFPPTYPSGPPSVQLLTTGRGTVRFNPNLYECGKVCLSLLGTWEGRA
GETWNERTSTLLQVLVSIQALIFVPDPYYNEPGYEQQMGTPAGDAKSDQYRANVKQNTVKWAMLDALKNPDPSFKDVAEK
HF                                                                              
>Aano_F0YAW6                                                                    
MIRLKKKSTPAPEPTAAKADEAMPDAAPAEGEKEKVSILGIGGKKMSKGTGSKKRKTPGEIRIQKDIAELDGGDVAVINF
PNANDLTKFHVVVTPDTGFWKGATYHFTFSIPAMYPHEPPKVHCDTKIFHPNINLEGNVCLNILRQDWKPVLDINAVIYG
LIYLFYEPNPDDPLNKEAAALYRDDIKMFERHVARTLPR                                         
>Aano_F0Y2E8                                                                    
MSLATGRLREERKAWRKDHPVGFVARPRNAPDGSTDLMVWDAVIPGKSGGLWDNCELKLELTFGDDYPVTAPIVKFKPIL
WHMNVWADGRICLNLLNAEDGTWHGKWQPSITIKQVLLAIQELLDNPFPAGARPEVQGMWEKNRPAYDKRIKEEAAKYRA
TSDVIEIE                                                                        
>Aano_F0XZS6                                                                    
CGPRYPSVPPEVKFMSKINMSAVDGEGNVVRNMRKLMPNWKYANTIADVLGEIRKNMASNANRRLNQPPEGANY      
>Aano_F0YFD6                                                                    
RLRKEAAEARRSTDPDLLLCPSEDNLMDWRAWVRGPEGTPFERGVFELEIKACGQYPLAPPTVRMVTPIFHPNIHGVSGE
ICLDILKQEWSPAWTLASACTAIRALLSAPNPDSPLNCDAGNVMRAGDMDGFRATARQCVEDHARGGMPS          
>Ptri_XP_002184772                                                              
MQSSFLLCSLLLDASRISARCFEDPWGKLHGHLDISKMRRKAKSPSKNTASNKRSTSTLSRRSKKATLSSSLSRDQTTSI
RRIQREWKDIVQQGIAFDWKRGRPYKFRGPQHVYLGPISNNLWIWHFSFMGLPHSVFEDGIYHGRVILPPNYPARPPRVQ
VWTPSGRFQTRFDICLSASNYHPESWTPSAWSVRTIVESLRLHMITAAHEIGGTNDSYEDRKEYAVQSRAWKVRVRPDVL
IDHERMLKDGYFSSLIKTEESDEASLTENANGLEIGDSNTKAELNSVADPKLSIQASRTTGNLASTVVQPEQDYQAMSLL
PSLPLGLIRVLTSPIRLAFMTFLVFFYVLNR                                                 
>Ptri_XP_002184246                                                              
MAATAGVNGRLLKEVAVVQKDDASGVTATLVTEGQLRHLKGSIQGPSGSPYEGGVFEIDIHIPIEYPFEPPKMKFLTKVW
HPNISSQTGAICLDILKDQWSPALTIKTALLSLLALMCSPEPGDPQDAEVAKMYMGNREEFDRTAKFWTESYAKPSSKED
AISRVCEMGFDRESARNALEKHSWNESAAVNALLGGA                                           
>Ptri_XP_002183617                                                              
MSKRLLKEHKSLAESPLDFVVDFEIVGDDLFQWRCTMLGPDDSPYAGGRFVVRLEFPTTYPFKPPKLVFETKVYHPSVTL
ETGEVCGAVLGQWGPTLNVQHCLLTLYSLLQDPQPDHPLEDDIAQQLAKKPKDFEKTARKYTKDYAK             
>Ptri_XP_002183511                                                              
MASSNKNTADNGGCTYPAVVICIDIDRSDDDAKPAASEIDPLAVTTVANSRAGLRNRSGLNFATQANTAVINLCNDFLLD
AMEVNATPQVHQRHRKRAGDSTELASKKVCPDAYVIDGIDTNTSSLPNTGSEEDPSTRYRQVLGPLRMKFVESFSSMRHV
NESGVPIGKLDVNALYKELLEFQINLPVEFSSAIFVRSVESRLDLVRAMITGPEGTPYENGCFFFDIWMNDYPQSPPKVK
FLTTGGGTLRFNPNLYSCGKVCLSLLGTWSGPGWIPMKSTLLQVLVSIQGLIFVPDPYFNEPGYHDEAGNKYHIAASKDY
SNKVRTDTLEHAMLPHLQQLHSNTLDFPEFELALTNHFLLRADAIRVQLAKLADAISALEPMVRKMETALEIVGAKNRPR
AHPTAGPHEVVTVD                                                                  
>Ptri_XP_002183160                                                              
MSLKRINKELVDLGKDPPSNCSAGPVGDDMFHWQATIMGPEDSPYSGGVFFLDIHFPADYPFKPPKVHFTTRIYHCNINS



NGGICLDILKDQWSPALTVSKVLLSICSLLTDANPDDPLVPDIAQLLKTDRARHDSTAREWTSKYAM             
>Ptri_XP_002183149                                                              
MCDTNFFESSVRPSGLIAQKNARSAPYGTAVTPTLHPVFRRSRSFLRPGHSRIPEPLSPDRSPSQPRSLSRSRTWDIRFR
RERYSNQVHNRFPLLFSTTITSIGVLNQSITLSLDRMEMIPHAVEKESPDDAAGTGNGSRSSVASAFVSGHRGVVVDENS
VNIVLDSARNNQLNTTTTSSASAPAEILPEATDGRCSEEEEEEDDYEYEDEEDAAFTGFLVDHPLVAATNATPTVSASNV
SSGESSDAAVAPATIQDEEEPADAKQRWREPSKDAVKMSLRAEKETSGGKRRLAQDLYRIMNQDTNKAGFSLKPSKEDSM
ERWTIKLFKFDEDSNLAKDMLVLGLEHIELEMSFPEQYPFEPPFVRVSRPRFKRQTGFVMNGALCMELLTNEGWNPINDI
ESVIVSVRSLLVVGDGRLEAACNLADAKYRSLLDAAVESQSPKQEASATASDNASASKRLRKNSEGDIAVIPEARRRIVS
DQGGSYSVSEAQSAYSHLSDYHKKKGWDTSGWWARKG                                           
>Ptri_XP_002180707                                                              
MASVGPLPRRIVKETQRLIAEPVAGISATPYQDNLRYFAVAIEGPTDSPYERGVFQLELFLPSDYPMAPPKVRFLTKIYH
PNVDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLDNNVAEVWKSNEPEALRRAREFTESFAMKPNAAETA
KGP                                                                             
>Ptri_XP_002180098                                                              
MKKTPAGEVVIVPRNFKLLEELERSEKGHGDMAISFGLVDTSDTFLSDWNGGILGPPGVRTQYADRFYEVRIHCPDIYPA
SPPNIRFVSKINMNCVDSKTGVVSDKKLPAMRNWNRNMGIEQVLQSIRMEMCSDANRRLRQPADGTTF            
>Ptri_XP_002179401                                                              
MSTSARRRLLRDFKRLQNDPPTGVTGAPMDTNIMMWQAVIFGPDDTPWEGGTFKLVLEFTEDYPNKAPQVRFLTKMFHPN
IYNDGQICLDILQNQWSPIYDISAILTSIQSLLCDPNPASPANSEASRLYNENRREYNRRVREIVEQSWVDEA       
>Ptri_XP_002178369                                                              
MKRTTLPKRSPAADAHLQAKLKSTSPNYRIQRELKAFLSDPPSNLSVKVGKNLRVWIVSIEGAKGTVYEGEIFKLRISFP
PQYPTVPPSVYFLPPSIPVHEHVYTNGDICLSLLGKDWRPTMTAQSIAVSILSILSSAQSKSLPMDNARHAQNKPGEYQK
DWVYHDDNC                                                                       
>Ptri_XP_002184462                                                              
SASENLPPRTLARVAREVRDLHKNPPEGVRLVVDSDTGVPSNLSELMAEVKGPTGTPYENKFFLLKLVFSSDFPAVPPRG
FFLTKIYHPNVDNATGAICVNTLKKDWNATTALSHVLAVIRCLLIVPFPESSLNDEAGKLFMESYEEYSKRARLMADVHG
R                                                                               
>Ptri_XP_002183463                                                              
MLALKKKREEAKAAAEAAAKDADADTPIVDSGVGTHSPDNNKVSLLGVGGKKQTKNGECKATKKRSPGEIRIQKDIAELD
GGNVATIDFPNANDLTSFHVAISPDSGYWKGATYHFTFTIPPHYPHSPPKVECQTKIYHPNIDLQGKVCLNILREDWKPV
LDINGVVYGLIYLFYEPNPDDPLNHEAAELFRKDVRQFERLVSRTLRGGILDGVQFERLV                    
>Ptri_XP_002182000                                                              
MATPVAAAKRLRKELQVLRRDPDDTIVLQHDPDNLLSWKAWIKGPEDTPYQDGVFQLDIRCGLDYPLAPPSIKFVTKIFH
PNVHFRTGDICLDILKKEWSPAWGLLSACRAVLALLSDPDASSPLNCDAGNMLRSADTLAYDTTAAMYTMENARFIAWPP
PLDQDQDG                                                                        
>Ptri_XP_002181167                                                              
MSDYGTELLRRQLNDLAKNPIDLVSVGLVDDSNLYDWEILVMGPDGTLFEGGFFKARLVFPHDFPNMPPTMTFTSEMWHP
NVYEDGKVCISILHPPGEDAFNSQETAEERWRPILGVEQILVSVISMLSDPNDESPANLDAAVMWRNDKPAFKKKVRQIV
RKSQEDC                                                                         
>Ptri_XP_002181137                                                              
MATDICTRRLTKELRALQKDPIRDPKITVAPNESNLLEMHYVIEGSKDTEYEGGVYHGKLIFPREYPLKPPGVMMITPSG
RFQPGRRLCLSMSDFHPESWNPMWSVSTILTGLYSFMIETKPTLGSIETTARKKRQMAAASLEYNVKHNPHFVKLFPEYV
NRYEQERASLSSQPTSESSATSSYSVSTAIRPVDGLVLPQGVIATIAGVVALLSILMAVRFF                  
>Ptri_XP_002180700                                                              
MSAGIAKGRLSEERKAWRKDHPIGFYARPTSKGDGSSDMFTWEAGIPGKSGTDWEGGLFKVRMEFSEEYPSRPPKCKFFP
PLFHPNVYPSGTICLSILNEEEGWRPAITIKQVLTGIQDLLDDPNPDSPAQSEAINLFLSNKAEYKRRVKIEARKNQPQN
>Ptri_XP_002181099                                                              
MSKSPSLRRIQADVRELALDPSDRYNASPLENDMFEWHFTIRGADGTDFEGGIYHGRILLPPEYPFKPPHIMFLTPSGRF
ETNTKICLSFSAYHPELWQPAWGIRLILEALISFLPTPSDGAIGALNWSSKERKRIAKLSQDYCCANCGKIASLLPELDS
AQKQQATKNRFEREILELQRMQSQAHQPDSTILKQVDTQGSDASTEDNGGGAVMDSDTNMAPLVDEDVILSPRTGAMERL
NDDMHVSSGSVEVPNERSGIPAASVPDMNEREPNVRIQEPTPTDQQQAPAALNEPLVPVVREEEESGARQLPEEKVSILT
DATLQAAIIILSAICFLLTRKILRIVDEIRVLEES                                             
>Ptri_XP_002186382                                                              
MDPVIYRWLSDCLAPKRATLEEATIAPYSSYTFHSKHSFQEEREQALRDYKVTIEYKHLKSHAPGGVYLIPALHDLRHFY
GIIFVRRGPFTNGIFKFELTLSPEYNDNNQHPRIAFSSSVYNPHVHYESGELDIKSAYPRWDPSRHYLVTVLTFLKKIFY
AKSFEDAKANAEARELATKYPAEFRQKVDACVLASQKQVFQNDETSTAQFSEEELSHRVLLDLLKQNIKDPTAASKQVIL
SMIEKASNV                                                                       
>Tpse_XP_002295622                                                              
MSAAETRVNKEITQICLPDATTGIIATLAPDDTPGKSPRHLRGTISGPEGTPYEGGRFEVDILIPKQYPFEPPKMKFETK
IWHPNVSSQTGAICLDILKDQWSPALTIKTAMLSLQALLCSPEPSDPQDAQVARMYLDNKAEFDRTAKYWTEMYATIDGE
KKREDAAIDKVCEMGFDRESARKALEKHKWDEGAAVNDLLGM                                      
>Tpse_XP_002296203                                                              



MASPLATKRLQRELKALMKNPLTSPKIIAQPNEANILEWHYVLEGDADPNSPYNGGIYHGKLIFPKEYPYKPPGVLMLTP
NGRFKPNRRLCLSMSDFHPESWNPMWSISTILTGLYSFMVENSPTTGSIETTDATKRKFARESLEYNVKHSAQFRNLFPE
YVEIWKRRE                                                                       
>Tpse_XP_002293014                                                              
MSTSARRRLLRDFRRLQNDPPSGVTGAPMDTNIMLWQAVIFGPDDTPWEGGTFKLVLEFTEDYPNKAPSVRFLTKMFHPN
IYNDGQICLDILQNQWSPIYDISAILTSIQSLLCDPNPASPANSEASRLYNENRREYNRRVREIVEQSWVDES       
>Tpse_XP_002292979                                                              
SSENLPPRTLARVARDVRDLVKSPPEGVRLVLDEDSGMPGSLSEILAEIEGPEQTPYHTHYFQLKLVLSTDFPSTPPRGY
FLTKIYHPNVDPTTGAICVNTLKKDWTPTTSLSHVLTVIRCLLIVPFPESSLNDEAGKNFMESYDEYASRAKLLAGVHGL
K                                                                               
>Tpse_XP_002292659                                                              
MRTVGSSNNESRNNDYVRIGPFGKNLLRWHFSVMGPSNSVYEGGVYHGRVLLPKDYPGSPPRVQMLTPSGRFICGEDICL
SASNYHPETWTPRWTVISLVDALRLHMLTTANEIGGLLSTDEKRRQYALESRSW                          
>Tpse_XP_002291866                                                              
ESKTQRPDAASKKFLSNNIKSSNPNYRIQRELKEFLKSPPPGLSVKISGKNVRLWVITLSMPENTVYAGETYKLRVQFPN
DYPTSPPSVYFLPPTPRHEHVYTNGDICLSLLGKDWRPIMTAQSVAQAIFSILCGAQRKSLPMDNSRHAGNKPGQKQDDW
VYHDDNC                                                                         
>Tpse_XP_002291405                                                              
MSKSPSLRRIQADIRELAIDPSDQYAAAPLENDMFEWHFTIRGAPDTEFAGGIYHGRILLPPEYPFKPPHIVFLTPSGRF
ETQTKVCLSFSAHHPELWQPAWGIRLILEALISFLPTPADGAIGALDWTKEERKKLAKSS                    
>Tpse_XP_002291290                                                              
MQRLPTGETVIVPRNFKLLEELEHSEKGLGDMSISYGLVDSSDIFMGEWNGGILGPHGTQHDSRFYELRISIPESYPAMP
PKVRFVSRVNMNCVDPKSGEVIYSKVPATKNWNRNMGMEQILISLRAEMASGENRRLKQPLEGSTF              
>Tpse_XP_002291075                                                              
MVTKKGSTPLMCARKGGDSQHHIDVIQFLQCYIQRQLVETGKKLDSKNDDVTTPDIPTIRHLSPVSSNLDDQPLATASAF
HYTLPTPFRPHTSATATMSTNESTTNAFLHEVSVVDDTNGGEVSSSSPSQVASSNSSGPTAIPAEDGDVALGKSAENDDG
DAAANGENDAAVNGEDGADNYNNSNEEEGGQDRGDDGDDDDESEYSYTYDEEDDGHYSGFLIPTDPFDNNRSVEDGSGAA
AASSSAAAAGVGTTSANVVDAMDAEESNNNTATISRAASGLSSSSTINVPEMNPSERKQKWKEPTRAAVNMSLRAEKESK
GGRRRLASDLYKIMMADTDEAGFSLEPCDEDSMDKWCIKLFGFDCDSHLAKDLMVVGMDHVELEMSFPDDYPFEPPFVRV
VRPRFKRQTGFVMNGALCMELLTKDGWNPINDIESVIVSIRSLMVVGDGRLQAAVDMPEDAYKTALDAAMERSKAGKEGK
TTGLDEEEEDDNDGGPSKRKRVSSVDNGKSDDSAKKPSAASIGSYSAAEASSAYDHLSKFHQEKGWDKSGWWARKG    
>Tpse_XP_002291054                                                              
MMRNNLGAAKRLRKELQHLEKSSRTNTDDSDIYLRPTSSSSLLHWTALMKGPIDTPYEGGVFRLAIQCGTDYPLAPPTIT
FQTKIFHPNVHFKNGDVCLDILKKEWSPAWGLQAACRAVLALLSDPDPTSPLNCDAGNMLRGGDEMGYWCTAEMYTVENA
YFVRWPDEEEEDGRDSEGSGK                                                           
>Tpse_XP_002291043                                                              
MPSISPASKARLLRELSRLSNDPPPGVAAYTDPSTSDMTSLRAQITGPEGSPFEGGVFLLTVSITGRYPFEPPRCRFLTP
LYHPNIDAGGRICLDTLKSPPAGSWSPAVSLPSLLLSIRSLMAEPNPDDGLVPEISDLYKRNPSGWENEARRRTSLEATV
EKLEEVERGLDRESSGGEKNTHAIDTDVAQAAAEKVAPIGNRKSCNQNDEIRENEAAKEKEGRALDDTNADEEKDAKRIK
HRET                                                                            
>Tpse_XP_002289956                                                              
MSLKRINKELVDLGKDPPANCSAGPVGDDMFHWQATIMGPDESPYAGGVFFLDIHFPADYPFKPPKVHFTTRIYHCNINS
NGGICLDILKDQWSPALTISKVLLSICSLLTDPNPDDPLVPDIAQLLKTDRARHDSTAREWTSKYAM             
>Tpse_XP_002289593                                                              
MASNQSLLPRRIVKETQRLIAEPVTGISAIPYADNLRYFAVSIEGPSDSPYERGVFQLELFLPSDYPMAPPKVRFLTKIY
HPNVDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLDNTVAELWKSDEKEALRRAKEFTESFAMVNGGK  
>Tpse_XP_002288880                                                              
MSSSGIARGRLAEERKAWRRDHPYGFYARPVSRGDGSSDLMKWETGIPGKEGTDWESGVYKVMLEFSDEYPSKPPKCKFV
PPLFHPNVYPSGTICLSILNEEEGWRPAITVKQMLLGIQDLLDTPNPNSPAQSEAYNLFINNKAEYKRRVKAEARKNTPS
T                                                                               
>Tpse_XP_002288526                                                              
FAFKFVFPPNYPFKPPSITVLSNSYHPNINSKTGEICDAMLTGADWAPTINIRKMCARLRKFLCDPDPDHPLEAEIAQTL
VDKPGEYAGNA                                                                     
>Tpse_XP_002287653                                                              
MLALKKKREAEAKAKAEAEAAAAAQSPPSGQDAVMGEATTATAANGDGGKVSLLGIGGKKKKENGTGGGGKKRSPGEIRI
QKDIAELDGGKVANIEFPNPNDLTIFEVSITPDSGYWKNATYKFKFEIPDHYPHTPPKVNCDTKIYHPNINLEGKVCLNI
LREDWKPVLDINAVIYGLIFLFYEPNPDDPLNHEAADLFRKDTKQFERLVQRTLKGGVMDGVHFKKLV            
>Tpse_XP_002287584                                                              
MSDYGTELLKRQLNELAKNPIDLVSVGLTDDSNVYDWEILIMGPDGTLYEGGFFKARLVFPPDFPNMPPTMTFTSQMWHP
NVYQDGKVCISILHPPGEDAMNSQESADERWRPILGVEAILMSVISMLSDPNDESPANLDAAVQWRNDMAGFKKKVRQCV
RKSQEEC                                                                         
>Tpse_XP_002287573                                                              



TSENLPPRTLARVARDVRDLVKSPPEGVRLVLDEVVAEIEGPEQTPYHTHYFQLKLVLSTDFPSTPPRGYFLTKIYHPNV
DPTTGAICVNTLKKDWTPTTSLSHVLTVIRCLLIVPFPESSLNDEAGKNFMESYDEYARRAKLLAGVQG           
>Tpse_XP_002286422                                                              
MFSPPAPSPARSPNRTPRRRPGQGTPSTIEREQAMRDYKLSIEYKHLKQHCPGGVYLVPSSTSLRLFHGVIFVRRGRFTN
GIFKFTLECPPRYNDVDCHPKVVFSSYVYNPHVHPETGELDLKSAYPQWDPAKHFLVTVLTYVKRIFYIKEYVEEGEAEK
KYPNQEALRLFKGDGEGYRRRVQECVRESQRSVFLNDPGCTVRFSEEEKVHVIFRDLMKQRFGGNDDNASADDVSRMVTR
DDTLNTIGMAMSQVMNEKGA                                                            
>Pinf_XP_002909329                                                              
MKVKVHVGAPESWIAALPESVKHEFSMEELEQMKQQFTDFDTSGDGSIAASELIVLMESMGIITTLEEVQGLIDKVDENR
SGELEYPEFVRLVSDIRRGDGNKLAIFLQYSKHVMAIRRELLDLNTQPTPNSQVFGVKENAWEWKVLIRGSSGSPYEGGV
FKFSVRFGHEYPFEPPVFSCLTRIYHPNFVPLLNGSMSLYGLLRRWDSEWRMRRLLEEVENLFATPDEELIAEFEDETAE
MLMGGGVDTRSAITSIIASFKSKAARHPRVIALECIATYRNDRDAFNRDARKLTLRCARTAATY                
>Pinf_XP_002909127                                                              
MNKANKRRETDVMKLMMSDYEVHLTDESKTSDLDVKFHGPKDTPYEGGSWKIHVTLPKDYPFKSPSIGFVNRIYHPNVDE
TSGSVCLDVINQTWSPMFELVNIFDMFIPQLLRYPNPSDPLNGEAASLLMKDAESYNRKVKEYVRNYASQPIEMGNQEED
SDVSDMSDIE                                                                      
>Pinf_XP_002909101                                                              
MALKRINKELQDLGRDPPANCSAGPVGDDLFHWQATIMGPEDSPYAGGVYFLNIYFPADYPFKPPKVNFTTRIYHCNINA
NGGICLDILKDQWSPALTISKVLLSICSLLTDANPDDPLVPEIAQIYRTDRARHDATAREWTAKYAT             
>Pinf_XP_002907974                                                              
MVPSESLSKEEGEDLKMKQQAVEYVPALYKIFDEIIVNAVDNKVRDPSMRHLDVIIEPGSKANGYRPWISVYNDGKGIPV
KFHKTEKVYVPELVLGHLLTGSNFDDTAARLTGGRHGYGAKLTNIFSKEFVVETGDTSMGLRYKQVWHNNMRTRGEPEIT
EFSGKDAKDFTKVSFSPDLEKFEMEKLTASMTRVLKKRVYDVAGCLSDVQVTLNGKKLPISGFESYIKTFRYSTTNNPVS
KTAKPSKDSDDAASSGSDYIYSRVNKRWKIGVLPSDVGFVQVSFVNGMSALRGGSHVGYVSDQICRRVAEHVNKKFPELS
VSTAQVKPHMAIFINCQIENPTFDSQMKEFMTSRPPTFGSTCVLSERLLKLVLSDSGIVERVVQSARARQRAALLKKVSS
TRAKSSSVNVPKLEDANLAGGARSSECSLILTEGDSAKALAVAGLAVVGRDQYGVFPLRGKLLNVRDATVAQLGKNAEFA
HLCTILGLRMDEHYGTEEARQKLRYGRVIAMTDQDHDGSHIKGLLFNLFHTFWPELLKEGGFISEFITPIIKVSPTSKRV
GTERGLETRRFFSLPEYFEWKASIDSADLKHYVIKYYKGLGTSTSAEGREYFSDLDNHLVDFHWSGDNDGDALDMVFSKA
RAADRKAWLLNEYSPASYLDTSSGSVTYQDFVNRELIQFSHADNQRSLPSVVDGLKISQRKVLFACMKRKLTSEVKVAQL
AGYCSEHTAYHHGEASLHSTIVNMAQDFVGSKNLPLLFPSGQFGTRLQGGKDAASPRYIFTLLQKHTRLVFPEEDDALLR
YADDDGFPVEPVFYVPIIPMLLVNGAEGIGTGWSSSIPCHHPVLVIDNLLKLLDAEEAGDDLSIVELSLMTPWAKGFSGD
IRQTGKHSFVSRGNVEQVNTSTVRVTELPVGKWVEDYKKFLWDLVGKKAIRSFSEHHSERDVRFDISMTRSDLAKYAEDA
AENCDAGDSEALVKLLRLEAPLSTSNMHAFNADGQLVKYETSEDVLRDFYGVRRKLYSKRKRHLEQRQTKEVLRLSNRIR
FIQEVSTGSLQKILRERIPKAELIDLLKEHGFAPASAFKEEAIDHMGDLGLAAVGREQGKAGDLDGSEDYDYLLNTSLMS
FTKEFADRLRKEHDTKQDKLQQLQATTPAQLWRNELERLRAVLSHFLNENSATLKRPASDAFGAMAKHGAEVVIVPRNFK
LLEELENSEKGHGDMSISYGLEQADDIFLTNWIGTILGPAGTCHDGRIYSLRIHCSDQYPHVPPEVHFTSRINMSCVDPQ
SGRVDPRRLAALGSWHRNNGIEHVLVAIRAEMASPTNRRLPQPPEGANF                               
>Pinf_XP_002906281                                                              
MHWNAMLAGPENTPYSGGVFNLDLQFPSEYPFKAPKVRFLTRVYHPNVKSQSGEICADVINENWGPTLNVLHCLTAIKQI
LEQPDMDNPLEPEIAKQMHENKADFEKTAEDWTKQYAS                                          
>Pinf_XP_002906158                                                              
MRKEIAMLESDPPFEILGPDGSPYEKGVFQLEIEIPERYPFEPPKVRFVTPIYHPNIDDAGRICLDTLKMQPKARKHINI
IVDDGCLSRVPGCRRSISMTG                                                           
>Pinf_XP_002906149                                                              
MRGRMRKEIAMLESDPPFGVSAWPKDDQIDHLEAQILGPDGSPYEKGVFQLEIEIPERYPFEPPKGSWLPSVNISTLLTT
IRLLMGEPNADDGLMPEIADTFKHNRELFNRKATEMTVQHARNAPIRQPKPSVKTTTAVSGGDQMESEEKDPPTQDTQAA
EVPSEPRDSVSSDDSFSDGDSSSEEKDDDTADTEAWDPDPPTKRRRQE                                
>Pinf_XP_002906044                                                              
MAPGGRVRKELEECQKDSDLSGVTAEPVNAASLSELRGSIQGPEATPYDGGHFELEIIIPPKYPFEPPQMRFLTKIWHPN
ISSQTGAICLDILKDAWSPALTIKTALLSIQALLSAAEPTDPQDAEVAKMYLHDHEQFLNTARFWTESYAKQTETGDDAA
LSRLLDMGFPADQAKAALQAANGDENAAIEKLVSSM                                            
>Pinf_XP_002998695                                                              
MASALPRRIVKETQRLLAEPVAGISATPYEDNLRYFQVVIAGPQTSPYENGIFKLELFLPADYPMAPPKVRFLTRIYHPN
IDKLGRICLDILKDKWSPALQIRTVLLSIQALLSAPNPDDPLANDVADHWKTDEVGAVQMAAEWTRRYA           
>Pinf_XP_002905027                                                              
MAASVRNTAIKRIQGDVREMMTNPSDQYAAAPLETNMFDWHFTLRGPRDTEFEGGIYHGRIILPSDYPFKPPNIMLLTPN
GRFEVKKKICLSISAYHPEEWQPAWGVRLILEALISFMPTKGEGAIGALDFPAEERRRLAKLSVDYKCETCGRVADLLPE
LESEHEGNEEEKKPSKYAEQIAQLHMHSLETAPANSAASTDAAFVEEPAAAEAAPEVVDYHHENVDTPIAAHNFAPVRES
DSVDTFLHYLTIAIVVALFALIYKKLLQMHGILQ                                              
>Pinf_XP_002904925                                                              
MNTNVKRLRKELQELKKNPEEDMVLYPEEDTIMRWKAFIRGPKDTPFEDRCFELAIQTTPLYPMEPPKMKFVTKIFHPNV
HFKDGSICLDILKREWSPAWTLRAACLAVISLLSDPAADSPLNCDAGNMIRAGDMLAYNTMAEMYKKEYGLLELPKDPF 



>Pinf_XP_002904814                                                              
MLARENLLPQVAQRVARELRKLVVQPLEGIRYLPQEEEQLCEIHAEIRGPEDTPYQGGYFTVKLTLTESFPEQPPRGVFL
TKIFHPNVSQPAGDICVNTLKKDWKASLGLAHVLQVIRCLLIVPFPESSLNDEAGKLFLDSYDEYARRAKLWTNIHAPKR
SAVCEEAGETSGEEDKRNCSNSQHKRPAEDVTRSDGNDAALSTPIKKMKISSDVGSSLKKKKANKKKAIKRL        
>Pinf_XP_002903724                                                              
MATKRLRKEYLAMQRKPVDYIQAVPLETNILEWHYVITGTKGTPYEGGFYHGKLKFPPEYPMKPPSVMMITPNGRFKTNQ
RLCLSMSDFHPETWNPMWSVSSILTGLYSFMLENQATLGSISTTDAQKRKYAAASLESNCTNATFRKLFPDLVALQEERE
KDQELLRQLTPDGATTTSSASSTKGAMENAAVIEDWSATVYLIGSVLMLATFTAYWLS                      
>Pinf_XP_002903723                                                              
MATKRLRKEYVALQRNPVENIRAAPLENNILEWHYVITGTEGTPYEGGFYHGKLKFPPEYPMKPPSVIMCTPNGRFDINR
RICLSMSDFHPETWNPLWAVGSILTGLYSFMLENKLTTGGVVTTEDAKRAYATASLEYNCKDKNFRVLFADLVRMQREKE
KASAAPKEPVVIVID                                                                 
>Pinf_XP_002903310                                                              
MIDDSIAVQRLRQERKNWRRDHPAGFWARPIANDDGSLNLMMWHAGIPGKAGTDWEGGVFKMSLAFSGDYPSKPPLVKFT
PPLYHPNVYPSGTVCLSILNEDKDWKPSVTIKQILKGVQDLLDQPNMEDPAQREPYIDLKNDPELYKRKVRQLALKNRES
>Pinf_XP_002902218                                                              
MYMRSDLAALRVRKDVNELAKAKFTCAQARTRVEFPDGANNMLKLIFTISIMDLSGPFANGDFTFFVDIPKTYPFHAPSV
RCLTRVWHPNIDIATGEVMMPILGKDWRPVLSINTVLLGLQLIFLEPGIDYVLNPAAAEQLHRNPEQFKKEVQHILCGGR
FYGVDFLAHPRQLEMRRQSWGLRAKRPRDDESSSEWDGMSSPSASDAVGIEAPVLMDCTDGSAWKRPRIE          
>Pinf_XP_002899443                                                              
MAGATDYAKELLRRQFLEMSRNPPEGVSVGLGDDENIFNWEILLVGPPDTLYEGGFFKAVLEFPSDFPNMPPKMTFKSEM
WHPNVYPNGVVCISILHPPGEDQLNQQETADERWRPILGVESILVSVISMLSDPNDDSPANIDAAVEWRSDKDGFKKHCR
RIVRKSQEDI                                                                      
>Pinf_XP_002898497                                                              
MSTAARRRLMRDFRKLQNDPPSGVSGAPMDNNIMLWQAVIFGPDDTPWEGGTFNLTLEFSEDYPNKAPTVKFITKMFHPN
IYNDGQICLDILQNQWSPIYDISAILTSIQSLLCDPNPNSPANSEAARLFQENRREYNRRVREIVEQSWQAIA       
>Pinf_XP_002997294                                                              
MKVKVHVGAPESWIAALPESVKHEFSMEELEQMKQQFTDFDTSGDGSIAASELIVLMESMGIITTLEEGLIDKVDENRSG
ELEYPEFVRLVSDIRRGDGNKLAIFLQYSKHEMAIRRELLDLNTQPTPNSQVFGVKEYAWEWKVLIRGPSGSPYEGGVFN
FSVRFGHEYPFEPPVFSCLTRIYHPNFVPVCT                                                
>Pinf_XP_002894916                                                              
MNKANKRRETDVMKLMMSDYEVHLTDESKTSDLDVKFHGPKDKLVNIFDMFIPQLLRYPNPSDPLNGEAASLLMKDAESY
NRKVKEYVRNYASQPIEMGNQEEDSDVSDMSDIE                                              
>Tgon_XP_002371902                                                              
MSIPKRIEKETQNLASEPPPGITAQPEPNNYRHFKILMGGPVGTPYEGGQYKLELFLPEAYPMEPPKVRFLTKIYHPNID
ALGRICLDILKDKWSPALQIRTVLLSIQALLSAPEPDDPLDTRVADHFKNNRQDAELMARQWNEMYAGQQSIVID     
>Tgon_XP_002371727                                                              
MNKMAGSTISNHQVSSNRKQCDFTKLMMAGFDLELNNDSTQDFHVVFHGPKGTVYEGGVWKVHVTLPDDYPFASPSIGFM
NKMLHPNVDEASGSVCLDVINQTWTPLYSLVNVFEVFLPQLLTYPNPTDPLNSEAASLMSRDKRLYEEKVREYVRLYASR
EEWEKEQREKKEAQKGSFCGTSNLPNAANGETSTTSGEASTVGEAVPTTATTAEATNDAVSEISDLGSPADIDDVDISAL
>Tgon_XP_002371528                                                              
MHDREERKSFDYAGTGKNDAARATGRSHMWAGTESNEIPNAESRAAYPVHSPENTRRDELEGKEQGDSEEQRKPETHREH
TKDQIGYPHRTVRSGKEKQNEGLRDAIAMRHLQRRFSPGHANYRIQKELQAFLSNPPPNCRVYVHPSNIRVWLIEMTGME
GSPYANEMYRLKVVIPPDYPFSPPTCFFLQPAPVHVHVYSNGDVCLNLLGSDWRPSLSISAIAVAILSMLTSAKQKQLPT
DNAAHMDVPAGHHGTQFLYHDDKV                                                        
>Tgon_XP_002371470                                                              
MLKLYGVGRGRPKQVSSSTSQNNAEASSSASPSSSAAPLSGDTGSSSGVSGASSASADPQERRRFPGEIRLQKELEDLDL
PHQCVLTFSSLEKRGAAEASSPQLLGNSLLNMQLKISPDDGFWRGGKFLFFIAIPANYPHDPPKVKCMDKIYHPNIDQHG
NVCLNILREDWKPVLSISSVMYGLLHLFLEPNPSDPLNQEAAALLRSNPSEFQRQVRRTLHL                  
>Tgon_XP_002371438                                                              
MAARNRLLIELREAQRMNDSQVRLIPNHDNLYEWVAVIVGPKESPYQNGKWKLRLICPPTYPLSPPTVTFLTKCFHPNVD
FRTGAVCLNILRDGSWTPAWNLHYVCLAICALMDIPNADSPLNCDAGNLIRSGDLRGFRSMARMYTIEYASAEITLE   
>Tgon_XP_002370923                                                              
MSSHARKRLIRDFRKLQTDPPHGVNGAPVGNDIMKWNAVIFGPEDTPWEGGTFQLEMIFSNEYPNRPPLVKFLSKLFHPN
VYNDGNICLDILQTQWSPIYDISAILTSIQSLLSDPNPSSPANQEAARLYAENRREYNRRVQQCVNESWAAVPSEPPNET
AQQSPAATSSQTAPATDGPSATQSGATGGRFGSVDGASDQRPGEPTLTIRNSGEAPSSPPPPADSMA             
>Tgon_XP_002370570                                                              
MQGVSNPGRTGTNANLGYTATAQCIARILREFREIQRTPSPHWCANPLQIEEPYEWHFTLRGPQDSHFEGGLYHGRIVLP
KNYPFAPPNLVMLTQNGRFEVGKKVCLSASSYHPELWQPAWGIRTLLDALCAFFPTPAGGALHSLDRPEKVRRFQIDHDD
STPGNKSGDIFIAAHHYFKAGTPAISTRVCQLALSDMWQVE                                       
>Tgon_XP_002369854                                                              
MCKEGLVAQEGGHCIQLCPSDAKRKTDLDFSTIFRLSRPLTLFTSAKPSKAIRGRHGEREVGRTNPPPPSAFFTDISTAF



HAFRLAFFSTFLPSPSSQLAGLPASPNLPGRPRIRSRPRRRRRVPNCFYRSKEPPSRQVVVSLVQSPLKQKGLPFASLPP
LTGILVSRLSVFLWTAAKVHPASSPRLRSIHTDTEVSTMALKRINKELNDLSKDPPTNCSAGPVGDDMFHWQATIMGPED
SPYSGGVFFLNIHFPSDYPFKPPKVNFTTKIYHPNINSQGAICLDILKDQWSPALTISKVLLSISSLLTDPNPDDPLVPE
IAHLYKSDRMRYDQTAREWSQKYAQ                                                       
>Tgon_XP_002369648                                                              
MTTPSTSASSPTPATGASSSQSGSQSDKPASSSPTSGNSPPTSCSTSSATPPPSLSATSTIARKRLAQERAAWRRDHPPG
FSAKYAPMADGQGGQDIMKWQCKIPGKKGSIWEGGEYKLTMDFSEEYPSKPPKCKFNPVLFHPNVYPSGTVCLSILSEDE
DWKPSITIKQILLGIQDLLDNPNPNSPAQAEPYMLFCQNREEYIRRVKQQALSMRPRD                      
>Tgon_XP_002368940                                                              
MATAQPRGTPREQARLLKELADIQQLQRAHDSEPAATHSTSHGVSAQIVGGDIHRWRGFIAGPLGTPYEGGHFTLDIVIP
PDYPYNPPKMKFVTKIWHPNISSQTGAICLDILKHEWSPALTIRTALLSIQAMLADPVPTDPQDAEVAKMMIENHPLFVQ
TAKLWTETFAKEAQDSHEDKVRKLTEMGFAEDQVREALRRHDWDETLALNSLVEG                         
>Tgon_XP_002367565                                                              
MSNIARELLKKQFLELSRDCPSGCSVGLDDEAGGDFFVWRVCFEGPPDTLYEGGIFTAALKFPPDFPNHPPEMKFLQDMW
HPNIYPDGRVCISILHPPGDDVFNEQEKAEERWRPILGVEAILLSVISMLGEPNLESPANIDAAVQYKKDLPEYKKKVRA
LTRKSVEG                                                                        
>Tgon_XP_002367405                                                              
MSRDKGGGRGAFLGPGRLAREFSLLQRQGGVPHAQLQPDMNDTLTWHFVLHDLPADSPYHGGVYHGKLVFPPNYPFEPPS
IFMLTPSGRFEVNKRICMSMSDFHPESWNPSWRLETLVTAFLSFMLDAGDAATHGSVSMSFAQRRRLALQSFSENKKHKN
FAAMFPDFVDDSKYDPARGFSLSGVSPAAGKSEAASKRNAIAGEPQGSQRGPPTQEPGAMHRESERAAERGEGGRKGGWC
RERSLATTLLLVLIVGTSVAALLWRFRAFLQHDDR                                             
>Tgon_XP_002365495                                                              
MATAESSVTSMPSAVKIEDIGKSRLFVSESMAAHPSTGQIDVRRLQRTVIPIPFRILAGVDEDGETVTTDRDIIEKNLEL
YSLLIEYSQTSQNSPEGVYCIPSWDNLRVWDGVILLRHGIYQGGIFKFRIKVPPSYPADPPGVEFVSRVFHPLVDPETKT
LNMKPQFATWRPDKDYLPMLLLYLKSIFYKREFLKGTDAEDAWLNPEAGKTFREDKKNFLEKVKACVEESQAKVYDKEEN
FVFNFSEFHREKKPIIQALSVLSHDITCVDPKEIFINWFLGEWSNSEFGSGGSTGANLFNAE                  
>Tgon_XP_002365449                                                              
MSTVARRRIVQDISRVTRDPPHGVRASPFADSMMHCHAIIHGPEDTMWECGTFHLIITFTEDYPAFPPKVRFLSRLFHPN
VYADGRICIDILQNQWSAMYDIAAVLTSIQSLLSDPNPQSPANPQAAKIFVENREEYDRLVLQCVEDSWSVPALPAGILN
GDR                                                                             
>Tgon_XP_002365123                                                              
MGNAQGLGDSPTLRAVHAEPVLAARRPAAGPESSGGGQPRSSVIASALAAFGNFPRQRETHADRQRTPAQHAGSTMYRRL
ERERVQLLRDAFDGLIFLAPQEYRQLPCSSEEDSRPTSSSSSASSSPPSSCASAFSSSEGMSSARQRVLAVLPPHLTDYS
MMDTDHDGFVWYIALEGAAGTLYEKEVFLVRFRFSPKYPIEAPEVTFVPPFLPVHPHVYSNGHICLSILYDSWSPALGVS
SCGMSLLSMVSSCRQKQKPADDDAYCKVWGSKSPKNVKWVFHDDRI                                  
>Tgon_XP_002364250                                                              
MLYVSLCCAPPRCLFSGWATWYSFLRFFTSRSDFLCLKNVRNAILCRYGTMASREPQERTTYAVVVPRSFRLLDELEKGQ
KGQVAEGVSFGLEEADDISLTKWSGTIFGPPGTAFENRIYCVSINCGPSYPDEPPEVCFRTRINMHSVDPNGVVLRSSFP
LLRAWQRHYTLDLLLTALRQEMAAPANRRLPQPPEGDMY                                         
>Pfal_Q8I607_Q8I607                                                             
MALKRITKELQDLNKDPPTNCSAGPIGDDLFFWQATIMGPGDSPYENGVYFLNIKFPPDYPFKPPKIIFTTKIYHPNINT
AGAICLDILKDQWSPALTISKVLLSISSLLTDPNADDPLVPEIAHVYKTDRTKYHQTAKAWTQKYAQ             
>Pfal_Q8IDD9_Q8IDD9                                                             
MASASRSSKELLRLQKELKDIEKENVDEIDAHMKDTNIFEWVGFIKGPSGTPYEGGHFILDITIPNDYPYNPPKIKFNTK
IWHPNISSQTGAICLDVLKNEWSPALTIRTALLSIQALLSDPQPDDPQDAEVAKMYKENYSLYLKTASVWTKTFATVPKL
EPREDIIKKITEMGFSEDQAKKALIKANWNETLALNTLLENS                                      
>Pfal_Q8I4Z3_Q8I4Z3                                                             
MWYDNERIVEEEGISRLLVGRTFAYFPKYVDGKNNSISSESKENLDSIDNITYDNKEYVLITQRLGRTIIPLNPELLAQS
TFDQDIIDGYLNEIHKNVHNYSILTEYSFLMNEIPRNFYCLPQIDNLLIWDVFIMLYSTVYKNAKLKLQIRLSHNYPNTC
PEVFFITPIFHPLVNIQTGKLNLGTSLSNWDPSCHYMSLIFLYIKNLFYLQEEYNKETVENQEALFLLNNDKDEFIKNVQ
KYINQGNKKIYDHMENCMFNFNQKEEHIEIKDKLENIKTDQVCARKAEAFVHWLINEYSMENTNGDGDTTNEDDNNINGD
DNNINGDDNNINGDDNNINGDENSINGYENNINGDENNINGDDNNINGDDNNINGDENSINGYENNINGDDNNINGDENN
INGDDNNINGDDNNINVDENNINEDENNKENIKRDDTNEEYNQNDNINVEKYSMDNYINNVSTNE               
>Pfal_Q8IAW2_Q8IAW2                                                             
MSNLAKKRLIRDFRKLQTDSPFGVSGSPIGNDIMKWRAVIFGPADTPWEGGTFHLELLFGNEYPNRPPKVKFLTKMFHPN
IYMDGNICIDILQKHWSPIYDISAILTSIQSLLSDPNPNSPANQEAALLFVENRIEYNRRIKNCVKESFNFIEQKAEEDA
EKS                                                                             
>Pfal_O97241_O97241                                                             
MSEVIVPRSFRLLDELERGQKGNVSEGVSFGLESADDITLSNWSCTIFGQPGTVFENRIYSLTIFCDDNYPDSPPTVKFD
TKIEMSCVDNCGRVIKNNLHILKNWNRNYTIETILISLRQEMLSSANKRLPQPNEGEVYSNN                  
>Pfal_Q8ILW5_Q8ILW5                                                             
MKTLKEALTNVLSSLNIAEKKEILNVLYHILQKIIENPSRAKFRSLKKDNKTFVNKLLQFKESDELLRSLGFEEETEIWF



FPVKNDHKLSSNLTEIRAFIKEHVNTIYNNQDSIFETGTASSSAHLPTDEKNVTENTSNLGDTCNNSEGLTLGGLSKRRL
EKERLELLSQKENTIKLLQEHADKWIIQITGAENTLYSNETFQMQFKFTEKYPIESPEVIFLGQPPIHPHIYSNGHICLS
ILYDHWSPVLSVNSICLSIISMLSSCKKKRKPLDDILYCSTGPRISPKNMKWMFHDDKV                     
>Pfal_Q8I301_Q8I301                                                             
MSIAKKRLAQERAEWRKDHPAGFSAKYSPMSDGKGLDIMKWICKIPGKKGGLWEGGEYPLTMEFTEDYPSKPPKCKFTTV
LFHPNIYPSGTVCLSILNEDEDWKPSITIKQILLGIQDLLDNPNPNSPAQAEPFLLYQQDRDSYEKKVKKQAIEFRPKD 
>Pfal_C6KSR0_C6KSR0                                                             
MTKNRLLIESREAKKQNDPDISLTHSEYNLYEWQAVIRGPKDSPYEGGKWKLNIKCKSTYPIDPPLITFVTKFFHPNVNF
VTGELCMDILKANWSPAWTIQSLCRAILFLFNEPNADSPLNCDAGNLIRSGDIKGFQSMARMYTVEYAMEDDNEK     
>Pfal_Q8IJ70_Q8IJ70                                                             
MNPQTSLTRKQCDFTKLIMAGYDLELNNGSTQDFDVMFHGPNGTAYEGGIWKVHVTLPDDYPFASPSIGFMNKLLHPNVD
EASGSVCLDVINQTWTPLYSLVNVFEVFLPQLLTYPNPSDPLNSDAASLLMKDKNIYEEKVKEYVKLYASKDLWEQQKKE
KKPSNINGNISPVSELSYVDQDVQDIDLDNL                                                 
>Pfal_Q8I2U3_Q8I2U3                                                             
MANIARELLKKQFIELTRDHNAGFSVGLVDESNFFEWNVCFEGPKNTLYEGGIYNATLSFPSDFPNHPPQMKFTQEMWHP
NVFPDGRVCISILHPPGVDIYNEQEKPEERWRPIWSVEGILVSVISMLNEPNLESPANVDAAVQLKNNIHEYKSKVRALA
RMC                                                                             
>Pfal_Q8I4X8_Q8I4X8                                                             
MEERVNKIKPYELILQKELMDLDEIEGVELSPVDEKNLKEIYLSIKPTDGYLKDKKFRFVIKFKESYPITPPKIICLSKI
FHPNIDESGNVCLNVLKLEWNPIINLQMLILGLLLLLDEPSTDDPFNKIAAEVFKNDIYKFQEINDALYKEEQQNNK   
>Pfal_O77397_O77397                                                             
MSTFARRRIIQDLNKINKEKNKSFEASPFADNIMYCHAIIRGPDDTIWECGIFHLIIHFSEEYPVSPPKLRFLSKIYHPN
IYSDGNICLDILQNQWSPIYDITSILTSIQSLLNDPNTSSPANPEAARIFINNRNLYNKRVLMCVEDSWEIPKFNINNYS
>Pfal_Q8IDP1_Q8IDP1                                                             
MFNIMRPIILFNILIGYYFFIVINNVVGNLPKKNSYYNIPNYKVKNVSNIKNNKYNYFIIDTYNNMKRKNNSIYEHNFNN
FNRKNKTYLFIDNKKRRRKFFYSKIEENKNLQGKELKPSRTVEKHIKTKYNLGNANYRIQKELNNFLKNPPINCTIDVHP
SNIRIWIVQYVGLENTIYANEVYKIKIIFPDNYPLKPPIVYFLQKPPKHTHVYSNGDICLSVLGDDYNPSLSISGLILSI
ISMLSSAKEKKLPIDNYTHADAKPGSSQNNFLYHDDKC                                          
>Pfal_Q8I3J4_Q8I3J4                                                             
MSIPRRITKETQNLANEPPPGIMAVPVPENYRHFNILINGPDGTPYEGGTYKLELFLPEQYPMEPPKVRFLTKIYHPNID
KLGRICLDILKDKWSPALQIRTVLLSIQALLSSPEPDDPLDSKVAEHFKQDKNDAEHVARQWNKIYANNNVL        
>Ptet_Q6BG08_Q6BG08                                                             
MQKTQTNRLNKELQDFKEREKKGEDSGISILLVDQNITHWKGFINGPSDTPYANGYFQVDIVIPPEYPYKPPKMKFDTRI
WHPNISSQTGAICLDILKDEWSPALSIRTALLSLQALLCDPQPDSPQDAVVANQFKTQKDLYVKTAKEWTQNYASKNKQE
EKVQNLVNLGFEVGVVKEALLRFGYDEEQAANFLLGG                                           
>Ptet_A0BUC8_A0BUC8                                                             
MALKRIQKELADLSKDPPSNCSAGPIDDKDQFHWQATIMGPEGSPYQGGLFSLNIHFPTDYPFKPPKINFVTRIYHPNIN
QNGAICLDILKDQWSPALTISKVLLSISSLLTDPNPDDPLVPEIANIYKTDKQRYEATAREWTRKYAS            
>Ptet_A0E297_A0E297                                                             
MASVSKEQIKIQEEEATNVQLFILQTEKLKKLLQIQKADRDTNILAEIASIAKQIGFLSKYKDRPYFTALCKHLYMQTFE
PNSCIFKQGDEGDKFYVILNGSVRVLIDQATTLKDVMIKKEVAQLKKGEFFGEMALQFNLKRTATIITNEITDLIILENE
AFQQFMLADHMQTERVKETIKFLEQLDIFQGFSNKIMVSLSTKCIQNRHKHQTILLKAGTVPNKLFIIKSGCVTVIQKLP
GVRSDYTPQAEYGFPLNEYFELTELGEGEIFGDLAMLKQEKSKYTYMTAIQSEIITLSLFDIKQIVPPELLDQYLVKLQT
YPEQSELKEMIIEKGRWEKYKKQLFNKIQKEKQSRKGFNEGLRLPTLNDSYIQPPNRHNIKAFVINDKRQRLTPVEKRLF
VNELNYIRQSVSNERLKNDFLEQQFQQQILYTILKPKKAQTNYLFYINKNHLKQMSKEVSELVITRLKAERRAWRTDHPH
GFVAKPTTKEDGTVDLLKWVCEIPGPQGCPWEEGTYTLHMDFSHDYPMKPPKCQFKPVLPHPNVYPSGTVCLSILNEEED
WKSSITVKQILLGIQKLLKDEPNIESPAQYEPCNQYKNNRQEYLKKAREFAASLKKQPQ                     
>Ptet_A0BSP4_A0BSP4                                                             
MIKQGKCKDTAVLRTLINTQAQNFATKRLLKDLNIIEKESIPTVGVTARPLEHDLFVWHANIRGPVGTPYEGGIFHFELL
IPESYPHQPPKINLFTELPHPNVFGNSICLDLLQARKPEDKDKQSGWSSAYTIQSILLQLSAFLFEEQITEKKEKQLAQI
KKAVQAANNFKCTTKNCKHGGKLSLWPQFNTKENDEQQFINKASEQELLEQQFLCFHTKLSYRKPQTPQFEDETKIKQES
CLGILLNVSKVPRTGSIKQAVPSLDYVSIKAFLNEGLKWDSLNLSYTHWLPLYFGKTDNKERVLHLLQRSLSMIMTNNTK
RFKPEFVLEVFPKITQSIVHGMMAEKTHASIRCLRVLAQVHALWLLCMEEWPQLYQQVDAIIHKFITDEKSRTKEHTPNL
GILFNLLYVSKKYTFSDLVQSYTAEQLDRQVFWLLKEIPELADEKLEGAISATKRVEITFKQQSTSFQMGCFQYIYLSYV
VQPLKTQKEILERFDKNYCLLTTGIENGIQEKIFEAFKRVVNYDGFYDFIGQEKKSVEELNQLLKQAVKNSKEKKYHGTV
EEMNQLPPAIDQVKQYQKKYSRIQDFYVITKKEEDKKQIKYDTEVKQNIDWKQELCKRWDWIDEQLKWNSELNATELAQQ
SNYRVLNGFGLKPEDRLYSKIETFRNQHHSIKYQDDFPKHTWQQLYMKLDFEQFLLQFDSCPDFQSFYEKVTIIKEHLVD
LVLVLIHIKTVSSGYYYITAALDQFTKLIRLTLTGQDQLGSIIFPKKAAKSIYKGLNNLSKQQNSLSIIEINKLGFSGNQ
LEITESIFGVLCQFQNQIRSLTIENTDLLTLSNAAKTVGAIITSFRHLEFLNLKGSIRNANIAKEITDGLMRAKQLVTVD
LSANNLATEKGLASIVYNLSFSPKLTFLDISGCGSITSVELVESLYKLLRITASLEHLNLERLSCLNLTKEFFVALGESR
TLKTLNLNAIGEFNDQKLEQLGKAIAFNAQKGGQLTIINLNYDGINYQKLKKLVESMAISNHDHEVWYGDANKASKMTGD
DYKKVFKCNLQSLDIKVSAFNSNFDINHYKSQYKAKNELQNIFEKNPNLLDLNFAEKQFTKKDMDLLSEMVHQKQIKLKV



LNLSRNSLNKEGAKVLSAFLESNTTLEFLDLSGNKVGVSGGKSIALALRKNSTLKKLNLFFNLIGFDGAKEFGTTFKVNT
TLEFVDLGNNRIRNKGLLAITDGLNENKQSKVSTLGLRFNFLSEDGILNLIKKTNLQEIFIKNNSITDYGLYCLKKGYDE
LKSNVRIDLFSKLIQVEEGRLERTAWIQPPFGIPDIIAFFNKFEVGVILDARFRKGQKYENRKVQPNHFNFVEFADPNSL
NRSLALASTNQAVINGRAFRIYKAGTGTFIYLKKSAKQKKAESSKTNTLQTKLPAGQAARGRGRGRGRGRGRGRA     
>Ptet_A0CFR8_A0CFR8                                                             
MNSNQNLILRVTFGEVKQKLIIDDPQKQINDLKKQIFKNFLENGINIDENQVLLQDEEGFILNESETIGNLLKTNDIVKV
VQQEQKQNIVNQQQQQQIVAQEEQQEQLQQDLNQNNDPVEAIVVLFDISGSMGGMYFKEEELSRIGAVNAFFSAFADKTL
AFEFNHIVKLVWFESFITDKCDFTNDFNNFIKLVDDASPRGGTKCYDAIAYAIEQLKEIKKKYPNIILRIIALTDGDDNQ
SKENPQSLVNRIFENQIIIDSFVVNNDCVGLKTLTHATNGRCYCPQTLAEGMSLFEIESILSISHREQKEYPKELQDLNS
LKDKPFDTDGMKVVSMDVQKIAVMKKEEILKKISQIESAPQNSSSTSQSVNNTARILKELQDVTAQGDKLNFKCYPTADD
IKTWKILLYGPKGTVYEGGLYILSYVFTQNYPFRPPKVQFITKLYHPNVSRGGSLCLDVLNTSWSPLLTTTKVLDAVSVM
LQNPNADDALDCNIAAIYKHEPELFKQNALKEKLEAASPSEDNLLADILGAVDINSQEYLDTKKELQTWLEYQKSN    
>Ptet_A0CCE4_A0CCE4                                                             
MINDQMIKRLEKEFEQVQNAIDEGVIDNITVAIQYENNSANYTKWDVVIYGRENTIWQGGEFAGTLEFPQNYPTVSPTYT
WKLYSKNRFLHMNIYSSGKTCIDILNDKIGYSPAKTCVEILKALEDFLYRPNPKSPTNAELAKIFEQDLPKYELMIKEFV
QKYMEEKKIAEQKKK                                                                 
>Ptet_A0CD76_A0CD76                                                             
MFMMYLYILSALVNDLEQIIQNKISKVNLQLNRMIQEPQINPQMGPIIAKQLQNIIKQPIDGVHVMFNEQDVFDIQADIE
GPVDTPFQGGVFRCKLILPPQFPQVAPKGLFNTKIFHPNVSEKGEICVNTLKKDWNPLQWSLKNIFEVIKCLLIVPFPES
SLNEEAGKLFMENYDEYFKRAKLLTSIYAIKQDGNVLKGNNQNVNDDLDKKNKLAQTQQKKENDQKKWLKRI        
>Ptet_A0DLZ3_A0DLZ3                                                             
MQQSIQERYLELLKKFKEEQSEIIANIKELIQEKDVDLEGFREQILNILQLQFKGQKLLFATQTRIANELKEFNSQKLDH
IKVYRLKFDDCLLSNILIILMKGQVGTPYEGGIYSFILKFPENFPFATPEFRALLPIKHPHIYPNLRLCTPTINEYYEIQ
QYSLLELLQSWYAILHREPNKFSLANCEAAEQYTDEFIKLQAEFSSMENPVMKLFKIQDHDEEELELFMSL         
>Ptet_A0DTW7_A0DTW7                                                             
MQQGLAQKRLLMDFKKIQQENQEDFMASPQENDIFHWEAVIFGPEQTPWEGGCFELKLAFTNDYPTKPPEVRFAPPIYHP
NVYPDGRICLDILKEQWTPILDVWAILTSIRSLLCDPNPNSPANPEAAKLYMSDRAEYYRRVKEQVEKTLNGIEEEK   
>Ptet_A0BJ41_A0BJ41                                                             
MFLFEKKSQRNSTEQQSLKRLQNDMLDEKLQEFDDDTCEINFKMVSSILQIVMIPKIGPYGFKKFFFFLDFRINYPYSPP
KIQAESDIPHPNIDRRTQTFYLQLLEPQNWRPIYGLTDIIKAMKQTLIYVDFTHIPNEATCLLMAQKILQQNQTLQEIDF
ELIHFEISDNFKINFELNANEFSNEEYNYSRISQEPATINLLKTQRHTQNDRIIFNNIKS                    
>Ptet_A0BPF8_A0BPF8                                                             
MANNQIATQRLMREKQKMEQNPSDTFLALPTRSNIFEWHFVLFNFASDSPYKGGQYHGIIHIPTDYPLKPPAIKFVTPNG
RFAVGEKICLSFTNYHPETWSSSWTISSMLIGLISFMHTNEKTVGGVDCNNYQKQIYAKQSIKHNLLNPQFTELFSPHFD
KLAISLNEQQESQPQQPDFQVTLLPQRPEAPDRLNVNNNNINNNNAVRKLVVFIVLLLAFLLLIFYVIFGLI        
>Ptet_A0DPR3_A0DPR3                                                             
MDPNFPKNNPKIKIISTIQQPPSQNSNERQNVNSNIKVKQEPQVNPQRANEFENLFQRVQQDIEQDDVLYNLSPQMENEQ
VNYQFWRFEFSGQGNFEGKCISGVLKLQSDHPVSPPVFYFDSIFIEQKYEVLQHLNIYGDHTLCIPLFSYWKKTTSEYEI
LQAIEHIFHNPNFQEGDAPANPNFASQTEEQKNQIQRRQAKYLPDFQKAQ                              
>Ptet_A0BMG6_A0BMG6                                                             
MQSRMAKRLQKDLEQMQKSYVDQFNVRMPNNDIKHWIVAFEGAKGTLYQGEKFELQFKFSNEYPIESPEVIFIGKPPEHE
HIYSNGFICLSILFDEWSAALTVSSVCLSIQSMLSSATKKMKPPNDAEFVKRAAGRGPKSFLWSYHDEKC          
>Ptet_A0BQN5_A0BQN5                                                             
MALKRIKKEFGELPQDLPTNCSVCLIDDQDFYKWKATILGSEGSLYYGGSFKLQIEIPMDYPFRPPKIWFLTRIYHPNIN
SNGQLSLDLLKDQWSPALKISKILSVICEVLEDPNPDDPLDPEIAKIYKYNKQFFIQNVQEWIKRYAC            
>Ptet_A0BWY1_A0BWY1                                                             
MQSRMAKRLQKDLEQMQKSYTDQFNVRMPNNDIKHWIVAFEGAKGTLYQGEKFELQFKFSNEYPIESPEVIFIGKPPEHE
HIYSNGFICLSILFDEWSAALTVSSICLSIQSMLSSATKKMKPPNDAEFVKRAAGRGPKSFLWSYHDEKC          
>Ptet_A0BKX8_A0BKX8                                                             
MNQVMSQILQKEFNECKEIPDGIIDLKILNENSWQIVIKGPKLSPYEKGQFFILVEFPKEYPNIPPKFRILNKIYHMNVN
QQGCIALNTLKKEWSESIGVKKMLLEILSLFQKPNPQNPLNLKLAQQYQEDCSEYYERAQQWTQQFATFIDIKID     
>Ptet_A0C3F7_A0C3F7                                                             
MICRPRIMKEQNDLQKLNDPTMIIQINETDILIWHVYLHGPQDSPFEDGIFKIKVSIPSNYPISAPTLHFQTRIFHPNVH
MDTGEVCLEVLSQKWEPRWTIESVLRAVRLMLQEPNPYSPLNCDAANLLKANDLIGYKSIAQYYTSKYAIDKHEYMNKVN
VKDKKTQ                                                                         
>Ptet_A0CY04_A0CY04                                                             
MDNPDNYIVNIFKNEIQIKRIRKELKQLEVLDSKEFKINLKQLSNNLQIIVEMQPVVPLNQGKPIKFCLYLDNKFPFVFP
RVHLLSHLTKPTFADGRDYIEDVLHQQWSPSILLNEIIQKFPKFLDQVRHYKDDRDHLLSLGKYNLDQEYEGSLGLEDVE
YFQCKEILSGRSYQKILQLSNSYILILEYQNKVLILQSFQPTKDLVKVEKIENSAQLTWRSDDNFRLQTVTPSNIDQFMD
SILLYKTGASGKKIQEEEVTLQKFENFQIQKLLDSVSYYEKNLEQELNPQTLNSLMDSYQQAIEYFSAVSDEDFKEYVMR
LQNLLGREDVQKILSNKL                                                              
>Ptet_A0C0C6_A0C0C6                                                             



MSSISRIKKELQNLQDEPLNGFLISILDDNNLFHWKICFSGPQGSSYENGNFTLDVLFPEDYPLKSPKILFLTSIYHLNI
DYNTGQICLEILGQNWSPNLTIRKLLLSILALLYDPNPNSPLLEDVNTIFKNDKAAYLQKAKEWTKKYAN          
>Ptet_A0BYU9_A0BYU9                                                             
MSQDEYEDYEEYYCGKEEQMEQEEDIEPALQRVESTTQTQQYVQIVDPNTRDDPAFVLLLQENNIPQLEVSLLSDFSMFF
ERQARLFNYCANLFQLAFTSQEIANDYVMQLSRILKLFFQIQEIGSYSQFQSQLAQHVGYSTHKIGYAINSDQQLVLLIL
KLILKDDDQLQQIQAYLPRFLMFTINPPQPFTSATSPRVFQTLIVNRINDELFDASFEKPNKLDILALSYFSQQTQNISI
YKEIITILASIFESLLDQKQSQYLNHQLINLLHFFLAFTTNQTILHTFFNNHFHRTLYNSIRFSQPIFGSLNQPQWSKEP
LIIDAMVNLIVRIVSIDQVDKILIEILQDDFTLLLEKQKFDFIYRVILPILNSEQVRLIPVCFHPRLSVQESKQQVEKFL
LSQKKSISISQSLTTELLTKKQCEKINQLVIDQLKTNIPQMQQELGELQQIYQQSLEQNINPQMNKGSWVNLHQFNPYNP
HLDSQILFDKLDNRNNVLFIFDLMAGNENVRLVCFINNIIQDKRQHNYIQAKSNSQSFYALMVQDDHFWYVNSLDKKPHV
ILDIQQSMLQIGHHNQPIACINFVDFQSCKFGFPFEKIQQRILLIDQITASMMEQDCYLIQIEIWTFDESKDQIAQTGIQ
DLLDHKSYTQQLNYYLSQFRFQTIHFIPHNLSVQELSTQLKEKINIEALKENEINDIIVNKPILQLHLKTQSQKPLLSYF
QTYIGGIEKILEQINKHLYVVKADQVYKQLFIELHFLSEIDGFYYSIIQTDGFLQFLLAVAFLNDKKEGRDAYNKVIELM
YQSLALILDQNPNLKEKALFTTKVQIRIVNRIDSYLNLLNRNVQSQFQFKLEPKKTANPKQQEIQKGKPKGIGYGDISYK
NQIFDASKLQQEQQQSQQQSQYVPRKQIEIQQSQQEINLEALMSCLRILLDQDYKDSAVIQCLQQSHILNFLIKYFQTIN
ITQLEGSKVFNEILKIVENLAKCKTTLKLFLINDNQSLFRQLETFNQWAIMFIKTFNSKVEELNEFMEIYDYVESCLYAS
NMITIQYLSQDQQNQNQEQISMHQFYRPFMKRLAVGKCEIKSDPEYLSVMKEYYQNTNNPNQIKMQKLISEISGIEENLP
MESSNSIFLRYDQDRMDCMRTIIFGSSGTPYAHGAFLYDMYFGEDYPQRPPKMKLSTTGHGKVRFNPNLYNCGKVCLSLL
GTWGDSWIVNFSTILQILISVQSMVMWENVMFNEPGWESQMGTSNGEQANRGYCNFVKVQNIKYAMIEQLQKPPKGFEEV
IQKSFYLRKDLIKKEIESWIEQANLPATYGYTQNNCSYGSAPGVYKQELIKVYDELKVELEKLKFNIGADFYTITDEKKK
AITINQNQFDQMEQDEINNMQMPQGLDMNEIDISYEDALQQRQFDSNDQNLQNLMSRYIGVVGLDAVKKQSESTIFIHGL
NGLGLEIAKNIVLSGVKRLIIYDPTLVELSDLGTNFYLNQEDIDQRKDAKVLNKLKYLNPYVKIDVLQNSIQELNLDEIQ
VFITQDPKLSTEISKQNKVAVILAQTRNVFARIVTDFGNEFNIIDKDGEQLSEVLIESIQNNVVTLFKNQNHNLNENDVV
LIQEVKQQEGQQESYNQKFQIRNVKRNSFELVTDKIFCNYISHGVAYQQKQVVKISFQRIQNVLSSFSYFCENMGMLDRI
GEIKRALIHFCLNSTDQLNNDWNLDKIKLFINEILSQKVDERLNEHFNEDVYNNYRDELMPLQILLSINTQFQPLCAFIG
GMAAQEAMKAINKKYTPIHQAYVQSFEDVLPFKLRELNNIQQEYQQFLQKYGIGKDTNSRYKDLINTIGGVQNLHSSNVF
VVGAGAIGCELLKNYALLGVGKNGAIYVTDPDIIENSNLSRQFLFREKHIRKPKSLTAAAVVKSMNPDIKIIARLDKVCQ
ETQDIYHNQFYKQMNCVTNALDNVQARLYIDSKCVENDICLIESGTLGTKGHVQTIIPNLTESYASKQDPEQNNDIPYCT
LRMFPENNIHCLEWARDKFEQYFYRKPTALVQLMQEASPQQQTVDLALRILKKYPKSFQQCLELGRQKFQKLFVFDIQAL
LNAYPLDSVNKEGKLFWSPPKRAPQVIEFQGAFAYKFVEYFAILTAQIYGIQIPQQYDLTKINVEVLSKQQLKKNKIQDL
AEKQQNNQIEQEEEVKNYNQLLDEARNLLKQIEPSLPQPQQFEKDDDLNHHVSFITSATNGRALNYGIQQVDWMWTKLKA
GRIIPAMATTTSCIAGLQTLELIKILQKGHNYRNTFLNLAIPFLMQSEPGEVEKKTLANGMEITIWSKHQLKICKYMEPL
SGIIRKLENRFNTQIISIQQGAKVIYLSQMLPKDELELYELMNAPISSYVQFVNRESQINVQLKGCSWVVVILTMN    
>Ptet_A0D389_A0D389                                                             
MITPQLQNELQIYHRVIQSYLGCKQKLLMNELLQFTLNLAQQQVQQNQTCSQIIEALLPHLSQNDIKHIFIVFSQEVQQI
YLNNVNILLKYIGSYLPYLGGMDGIINADSRLIEQLELCQSMIYLLLQSEQTLAQLSESPDLNRLFEWYCLNSYSGNKLH
SYAGKLLKQVSDSLDQLFELLPCKQYMLQQIFQQQYYIDDVIVNQYENSQITSYTAFTYTSQILEVIQQQFDKYLISDDV
AQQFQSDIYHYLINKIIKEKQITQVQFLEEEFGNKMKDKIYPIRIGHCTRKERRVDQLQSLSHEGMRSEYQMVFQLDNEI
EIKNIRLGIQTFTADFADKYLGTPSSVLLEVGKSLEELYPIAEMQLINDEYYSQYQVKVFCYNSQLMNKQQLPPGQSVKF
ISFRMRQQYVEQLDVSKAIKKLCLGISFISVLGYASSRQKRRRLSIFYPSSVNPITKKTLQQLANDSIVLEQLQNNINKF
MNALNSYSFQLSPLILAIAKYNHEVGDWLVVKLMEYPEQYLEGEHVHERFLKLHNHLFQKLLALQINNHQQQDLLWYEKL
AQHFIESYCNVLLLQKSKLKQRELSLNISKNDIIHLIELFQLLHNKHARHLLIKLIVTITYLPHPYEQILKKTQPYFFEV
LGPLALGNRVSIDWIINQLDSIFGKFELNYVIQFFYTLSTNKKIADHLLKYLLPLYNSLIEEPSCKTILKQFDDKTIELA
AKFISYMVQKYHAKFIIEALIRDIGRLEGNKDMKFVRSLLVPILNSEDYVFLKIQFEDQGKFILDPKFIAQKQIDNTQKQ
DELVFESLLLTIKQRDQLFAHISETYWNKVAFQKNDGDSDMLPHLEDKFFNSSPQMMVINYRINNVDKTIILYHNVKCTK
SDKLDLTYSWNQGKMKVFYFNENNLIVNEEIDINAQIEIYDEQGTLTFQNNDKENHPESIWHHLIQKTREVQTIQRLNIM
FQGVRPQKQKKTLPQINIPQETTSLLFPNYETNQSLLYYSVVPVYQLPSQLKLCELKQLIVFNKYGLKQECNIFENQQKL
NELPTNQQNIIELVINAREFIDNIHPKTSSFTYPQQLTIFPLFEELNGVNAMLSVIREGIGQWKNQQRANSWLQFLNELQ
SFCQLPNFFNLFMKNQQCVNLLFDLIAGPPDSSNNKKLEEEEQNAVKFIYTTLVNVFSASSGPEVRIKALEQNLIKQILD
RIALVSRETKREFRNKVEEQVVQESPQKNNTLQKSTKQKRGVGYASDNTGQNQKWNTIEYVEKKTQKSQQLIGLLGIVES
FFDFQHWHPSEELLHKLKNTLFESALLPLLESAFRSGSLLEISKEFELYCKYLKIVQSMSQHKVLASVFLKIPEQYYPPQ
TQSLFELLSALADTSRIFMNCVQNNRKKNEEEEHSFEIAKMIIDTHKRMENCINKMNDSGSSSNEEDETEQLKKQKELAN
ELIAEILSKNLPEAYRTLLSDLRFSYIDMKVGGRYKHHYSGNISTQINQDKIVRLAQEFADMSTSLPIEHTNAIFVRADK
ERVDVMKALVMGAKGTPYAHGAFLFDIYADDSYPNAPPKMNLSTTGNGKVRFNPNLYSCGKVCLSLLGTWRGNASENWDP
KISTLLQVLVSTQAIIMSEEVYFNEPGFEQEANTDEGEKKNEGYSNIVRYCNIKYAMIDQIRDPPKGFETIIRRHFYLKK
QEILEECNKWVELADTKEAVYTGLLNDHNSSWCSEFKKSKKAYHKKLSEAVKELEEELNKIQPPSAADLEGSRVLRTSQG
MANLDEVDVTYTKIQQKEFEANDENVLDRWSRYIGAMGMDAVKKQANSCVLVSGIGALGIEVAKNIVLSGVKMLTIHDQQ
KCTQYDLNGQFFIEEKDIGKNRAEVSWEKLQQLNSYVRVNYETSELLNIDLTKYSIVVICATYPNDVLFKLSTLCRQNKV
KLIISSVDGVFGRVFNDFGQSFIVEDKNGEQTVDYIVKSVTDKGENKLHFEITGKHEFQDNDIEWQTQMEFQLTKPFKRL
NLGDTIRMDIQKYIRNGTIKLVKVPVELSFQPYNQEFIDKPIYDPNMSEYDFIKLQNTEHLHNLYNNKQTKDQDFESIFK
HYSVQGEFSPLSAYLGGFVSQEAIKGITNKFTPVQQLFYVDCTEVLQKEISKDVKISERSLSRFLGTEIAEKLEKSKIFM
VGCGAIGCELLKNFAMLNLGVKGSITITDPDHIEVSNLNRQFLFREKHLRKPKSQTAAAAVIQMNPYLRDHIIARLDKVH



DSTEHIYTDQFFEDQDIIANALDNVAARRYVDKRCVNARKPLLESGTLGPKGHVQCIIPFQTESYGSSNDPVEEGEIPYC
TLKMFPEETFHCVEFAKDKFGKHFSARPKQLIKMMADDYLPSLEDNKPLREGIKLLKNKPNSLEDCLKWARGKFQKYFVN
DIKQLMYTYPEDAKTKDGNLFWTMPKRPPKAIQFDPENEIHQQFVSTFAFLRAKMFGLETDKDWRTKAYRQQVAKQANLI
TFPEWQPSEEKKKSISDKVKEQGQKEEPEENETTQAQSTQEETQLLFKQFKSLLPITLASDEFEKDNDQNGHIDFIHSFR
QSKGCKLQIRIYGLADCENQSWTYCTCFGYYYCCCCWPIDN                                       
>Ptet_A0C7B3_A0C7B3                                                             
MSHSLKEANYSVNQVECEILQEYLGQPKAQSLIQQFAKSSEFNILVTPSGLVVQCCGNTNIIKKFGTLQMSKGTHIWEVI
AIYDCSQMQIGVSTVSKPGQEKVYVQSFTASTIRTITVILNIELGEVNFYLNGNHNQKKTLPVEKNAIYVPLVQFAPHGK
VAALNPFAQHPNLNYPRIKCLPLNLFTKTNEFKMPNQVFTGNLSNIELKEFKPNQMIKISNNFIYFHNNKMKLLRPKLGQ
SNIQETQLVNLFNNKPETPQSLISIRLMKQHYELISTAFTWKKSLTNGFTNQNMIEQFHYYWLQAKQFESQVLIQIPYIL
MKQIVLSQLEEYEQDFGLILKQDEQVESCKVLKIVRVLLEIDEQLYAMTLNNQEFEKFNSTTSFNLVPRIFSQFHRLHTF
LDSNNYPYDIISLTELGLMKLPGFSNLFRHFTNYRHQIEPITYQNDLSSILPAEKIYSYIDIPLALTINNIPYVDLEPNL
QMVKSVNDSIYFSLINEEGRIQVWNGELSLHRCLQFNLRSFEEKVEDQNSLAPLFAEPQSENNPSSNIENQDSQSEEAQE
AIVPNEDLLEQLYNMGFSIEASKQALIETKNKIEEAIEKVFTIEEQKAKEKQQSQQQEVKLPKLKPYWTCKECTLLNSNE
NLKCQACDAQPPQDAFEKETAIVIQEQQLEQQTEITEEKIQKIQEDNNEKLRNIFKTSKLSNLIQISLQKPFRHLLFAHV
FTTEQQSYLVLNRFFQSIKYLGQFFRTNNEGNYSILTNKSYSQIGNYQNLLKLLNEGENSRFIYETLYPVLTQSQEEFEF
KDQIILAIDETISNLFFQDDMIVIQGATKIWECALFEGENYQPKLAVAQKQEKAVITNQLEEAIEKEQAVIQQNEVVESF
DDLTKLTPEEISDLAKLNEHQDVYFQPISNNPMLLSQQKGDSWANIIVDVDQSSQNQIELNLVNQQQMMKLFVTGFSDKK
SQFKSEGWVSIDGLKPEKDDQLPLTIFTHKGSQFNVQQCISKICFVQQEIFSTVYSKPEFIFKHLHGKLMSFSKFQVASP
NKFQNTGVPLGSGLIFIGNNANDFLYCQKFSNFNKEKYQEWLKERQKDIRPLKPWEPVAFFELGANEEQLTFSLENPKIG
KYVLLMTLSAKQTDQVKFEQNPLTLNYFVAYGTVVKENMGDQLVQSQQSLELFRDITLKVNGAVLDKDQCQFREDTYGNY
NKYICEIPASLLANVQNIKIEFQKSDISFLQISGLKQKDINQKLLQKLPQAHLITTLMHDVTKYDEFNQKLMQLIHNNKA
TQQQRFSAIKVLCKLFQSIPQFVTICYKDLDILEFIKLNLLAQQQEEESSVQTFFQLFLSIPEFNGQLVKAVKDIINNIF
TLSDIIKPAGFIQLLQMLKKYASQDSKEYYPYILSHLKQIAKFIHKVDSSYFNKLNQFQIFLMLTEEQLFSDRYCKLTQF
AEDTPLISQVLGEVQKQIEISNKEKVDPEKPNNMINIDINIKKPLYSIIVFSRQPHYDEYVIDLLSQFDVHQFQLVFNTP
QISCRVVRVTLFNGQTNQPILDVTLPDWLLVQLTKYADQHSANMPKSKLNIMSWNIKAQQVRTLKLQITYSLTAATRTKE
ESNIAPKELCIIPQFKGQLSQNLEKFGQDKDQIQSQVLFTDGDFVFEKELGFPNSLKYQKYNNQGSIYLDSAQVLGLKQK
YVILKIKESNNLNGPHTQIQSQYYRALLVQKQKELKQKLQQNQGKEKIQDTIQIIRKLQLELIQDPNSNINLSKSLDFLY
TYAYELIKILIHADSTCQQWRSDVALREQEGLKMAQLIYKTFVQMNQGPITDLSFQLLNIILSNLNLKYWILFTFAQYQK
IDQDANILNTLKILHIPICQTIMYISIILSEKQQIKQAQQLIGLVLTKLVDKQFNNKELVDPQMQIKPLGTLRSTSSQDL
EIGQVEKLTDECFELTKPKVFSTLFCIMKWTLQNQQQYQIQDVQNLFLKTCNVLMKLNNDELIQFVTEITNPTDPTQSGL
FQLLANALQSSDSNTILNQIKQVIEKLCTPQTYKLIFYFFQIVLNAIVKHANENLSIFPQPLDSSAWFQFLSFVVGQLLL
LSNMNLTQGEQRQNQRKRSIKYQAAQTFQEFSEKFEEGGFIQICNIETLSQMIRFLIEPRKNLVNNETLENSLTYWGLLL
NLMSKIPTQLIMEHKIYDQLLSIYLRLDANKQAVIQFRFIEMTKSILEHTQSTEFNSNLIKQIFQYQGTTLIDGLLNIVA
SQERKINASIFKLIFSETAQYLYKYCNVGRHDGVYSCELSLLKKLQFGNKLLQLMKKAECPIKVQMLIQEIPQYGEIINK
YIHWYMLNKSNVPNVTPATEILGSISKQVRQIFDWLQADQQLSTESLIQLFKFQKEFDVVVQEQMNQMTNILSYSLIKHT
QEIFEELNELWMTTDQVVREIAINGNGFEYLLEKTHLTSSTFEEKTEASEQQPQEEEFANKLAMIDPQKPQGQQQPQVKD
WQVNKKGVKAKVHVLTLKDELSEDYILEFQLEKAIELKQIKIGFQAYTPEYNDRILGVPDIVVVEVKNKTSDNLWYPIGI
MTLIEDEAYTYYSVKVMALNVWRLSAQGNLNQQIKSLGQQPISYIRFIMKKPQITFLEQISQLSFKQYNNIQIGVSFISI
TGFDSTINRNKQIQTIQEKTASRLLGKMCSQKFRNTLFDISNNQNIVQQIKKSFKNISQALHSNESTLSPLFIGLTKYNP
EFGDWVLEQIMDITLEWAHAKLTAEIVLQDKDKQLDRLKKFLNYILNQIKQIAQIAKSQDQFTQLTLLIEALTYAILISS
KQKNKDPILLEVEEEDFLNILQAVEVTSQSYEHCNMIIRLFITLIKLPQPYVLNMQLQQTGIIDMTQQLLQKQSLYKLKL
LSILVQISNEVVSLIKPYLPKIFEQTIESLKKTDNTTLSDYFFFFDSSANVLELKNFYCENDYHLQVYENLKVSNPSKTL
LKQIDQLTLGHIVNFIGKITLSNPQAIGQLAQKLIQDINLLSQIVDINYVENVLIPLLNFEEKIDFTIDIWDKESQIFVG
DIRKLSSLHVQEDETNEASGSHELNGFQAKEFTPQYYDALQSAIQKVIKTNSLKKGGRWVKEMELSQGGSYFHKTLSTLQ
KGPFLILLFGKNNNQNENCIIGLFSTQKCGNLVSEFQHDYYPGEVYPIPENGEQFGFTYEKDKIYHLLNNDRKTFGVGMD
HVNGGSFSFLLERINLTFSDDQEVSSISIGIHDFELLEQKPEEDYYFDDFWMQRMEIWIYQQPQQVSKSTQKPLFSGQQG
NQLIETNDTSTFGYGILSNPILQDKYFAKQSVYNYLSATPVYSIPGNCNNTNILQCIYVSNMFLNEQAIKNSTIIQMNGT
LIQQQTKPFPTFTVDGLELLGQLNSLTETPLQYSSSLKIFEAFQNQDGVKQIILAVQDATKKWQNQELTQIWNSYVSELS
AFCSVPQFFSYFLKNKKSMELLFQLLAGTPDQPNSDQKAWKEKEIDAVKFIYDTLSDVFKTHNNQEIRIIAIKDNLIQKI
LDKIAIVSKEKKRVYQAVIAEEPQQPPQQQQPQAQGDKSVDRKPKKKQGVGYGSDQTGQNQKWNTQEYLDKKKVRSEQLK
SLLEIIRNFFNYDNWHLNQELSQIINEMIFESALLSLLEAAFRSGSLLEMSKDFDLNLCYLQLTKTLAKHKNLTPLLLKI
PPNYIPKQIESIAQLLSNLKNIAHIFLSCLQTNELSEKDQISKQIATIILETDTSVQEAIERFQCDESENEQEDAKEHEL
QEILKLPLNEAYRLLLKDLRFDYVSFKGQNQQYLHYYEKQITQAPTPTPAKLIRLAQEFADMSNSLPVEHTNSIFVRADK
DRVDVIKALIMGASGTPYAHGAYLFDIYFEDQYPNTPPKMNLSTTGSGKIRFNPNLYACGKVCLSLLGTWRGHASENWDP
KLSTILQVLVSTQAIIMSEDVYFNEPGFEGEAGQQDGEMKNEAYSNIVRYGNIQYAMIENIKNPPTGFETIIRRHFYLKK
GEIMEEVRKWVQYAEQRQALYMGLVSDHNSQWCSVFKKSKTQYLDMLKDATAELEKALNSLQQPSIKEISPKLNQRRKKK
QQENQVIVQKATDGILNLEGVDVTYDSNAIQEQVIDVSNEQVRDRWSRYIGAMGIEAVRKQANAKVLLCGVGSLGVEIAK
NVVLSGVGVFAIYDNKVVNQDDLVGQFFLSQSDVGKPRAAACVDKIQQLNNYVRVKVIEKDVQQYITTEQFDIAILTDVY
DYNELVCWDNLCRAHSIKLIIANANSVYGRIINDFGAEFKVIDKNGEDIPDVLIKSIQADGVVELLDGQRSQFADGDSII
LLEVQGMKAGEQSINNQLLKIQTISTKKFKIIDDISQYSPYLSSGIARHVKQTITCTNKSLDVVINSDDCLDANLKESDS
IKLVEQSLMHLAYRTLSYTNGDIVNLLDSVIKFDKANFIQQNSKLAKYLEFYLKMFQKTFALPAFPPLAAYLGGFVSQEI



IKALTNKFTPINQAYYFDCIEVLPFEIWDEKGDQQAQIQAVDQLQLTGKDALTKLLGEDVYQKVRSTNLFMVGCGAIGCE
LLKNFAMINLSIDGQITITDPDHIETSNLNRQFLFREKHIHKPKSQTAAAAAIQINPLLKGKLIARMDKVHEQTENIFHD
QFFEQLSLVANALDNVQARRYVDRRCVKAKIPLLESGTLGPKGHVQCIIPFQTESYNSMQDPVEEGEIPYCTLKMFPEET
FHCIEFARDKFNKLFSLKPKLAQNIIENQSFNPSNPEEIKQLKSTIKLLQQAPTKLEDCIQWAKNKFSKYFINDIKQLLY
TYPVDAKTKDGQPFWKLPKRPPRCLNYDIENLIVVQFISTMAFLRAKQYNLPTPADWRHEKNRRDVATLGEKMTSKEWIP
NDSKKKEIEEQVLKLENKAQKQQEEEQENAIFDDPNKLLAQLQGLKQAGIKLFSQEFEKDCDMNGHIDFIHSLGNLRALN
YGLDEMDWITVKLKAGRIVPALATTTAVVSGLQTIELVKILKRCKLENMKNGFINLAVPMVQLTEPMKAESIKLNEEVNV
TLWDRWDVKLGKEITLQILFQHLKQTYHLEPANVFKQSSVVYMHDLHKGSAIFTQPIIELLDVKNDYVDLVINFVKDEQI
LKNVPEVRVYFNE                                                                   
>Ptet_A0CH05_A0CH05                                                             
MIQDSLVLKLIFKDIKLKFSVPDPTQTIEKLKEIILQKLQEQGISLFPNNVQCNDSDDFMLNSSDIIGQLLKQNDTVKLV
EKVADNIIQQQQQQQQQQSQDNVTESPQIIQQQDPAEAIVVLYDISGSMSSQFFGDKELSRMGAVNAFFSAFADKTLAFE
FNHIVKLVWFGSTLFDKCEFTSDFNKFIKLVDDANPGGSTKCYDAIDYAINKLLEVKQKYPDIVLRILALTDGEDNASAS
KPNTLVQRIFDHKIIIDSFVVGDNCVGLKTLTHASNGRCYCPRDLGQGMSLFEIESILSTSRREKVEYPTNVVDLDAIKG
KPFDTEGMKVVTVDVSNKAVMKREEIIKRAKEAEALDIQQAANKTAVEGKKAIGGCGNGRERRVLKELNDALTKNYGECK
IYPTADDIGLWKILMLGPKNTPFENGIYQLTCVIPQDYPFKPPKISFFTKMHHPNISKASGAVCLDVLKDQWSPALSVFS
VLLSIRSLLIDPNPDDALDSNVAAEYKHEKALYTQNVIKEKQLYASPTVEDLLKEVLATVSVDSQEYKDAHKDLSEWIAQ
NK                                                                              
>Ptet_A0CVS4_A0CVS4                                                             
MAKERIRRDFEQINKMKHQGTDDFIVDIYEIGNYQIQICIKGPDDSPYKNYLFFLNFQFSIEYPQIPPQVTFMNKIFHPN
INVLGYIYLGILKDDWTSDYTVHKILTSIKQLLKNPDEDNSFFPDATLLYKNNKIDFEKKAKEWAQKYAIYN        
>Ptet_A0CSJ1_A0CSJ1                                                             
MAQQLSIQRLLREYDKLQKLNNNQFICEPNPQNIFEWHFVIYNLTDAFEGGYYHGILQMPPDYPLKPPTLKFITPSGRFE
VGKPVCLSFTNFHPESWSSAQTIESMMISIISFMYTNEHTTGGIISSALEKQRQAQNSKKFNLQNEQFTKIFKKHFDKLK
LNENYQNNQFNDNHNNVGTNIIVEEESSITVKEFFIGGTVILLLIYFLLQSIVI                          
>Ptet_A0DY60_A0DY60                                                             
MAQPTPRIIKETQNLAKDKVQGIDVTPDPQNFKHFFVIISGPPNTPYEGGVFDVELLLPDDYPMSPPKCVFNTKIYHPNI
DNLGRICLDVLKDKWSPALQIRSILLSIQVLLSSPNPDDPLNNEAANLWKANEGQALMKAREFTQKYAKKH         
>Ptet_A0EBF3_A0EBF3                                                             
MIAIKIKQQQQTQQNAQNNQDITQTGAWKRALSDQQEFNDAFPPDLKNLKITFPDNKNILYFEVEVRPDHSFWAGGVIVF
TVSISLEYPMVPPKVLCKKKIFHPNIDLEGKVCLNILREDWRPVSSLKDVIFGLQMLFTQLTNPTDPLNKEAAELMLKDQ
QQFAQVVKSTMKGGSYNSILYEKIA                                                       
>Ptet_A0BIB5_A0BIB5                                                             
MAQPTPRIIKETQNLAKDKVQGIDVTPDPQNFKHFFVIISGPPNTPYEGGVFDVELLLPDDYPMYIHPNVFIIQILIIWE
DICLDVLKDKWSPALQIRSILLQIQVLLSYTNPSMDDPLNIEILCLWKANEGLKLCLWLSRMSHQNMRGVVDQYNLLKKQ
AYIQFLFLIYQLEWQNIFHIVQHQILIIQVDFSENFIYYLIQQL                                    
>Ptet_A0DQA2_A0DQA2                                                             
MQFYINKNQQEKNSVAQQSFKRLTNDLLDEKLQDLNDNTCQILINQNCDKLYLQITPKIGSFIYNNYQFQLDFRINYPYN
PPLIHVESNIPHPNIDLKNHQLYVKVLDPNVWKPVYGLYDIIQAIKQTILYIDYTYIPNDIQCIKSAQRMGQQDHSTDEE
ESEDKGFELSENFKRNFELPTLSRISVENEQSDDTEEENFDDPSERSSQEPAIINLTKNTRHSLDDNNTLPKPKK     
>Ptet_A0E646_A0E646                                                             
MQKTQTNRLNKELQDFNERQKKGEDSGISILLVDQNITHWKGFINGPSDTPYANGYFQVDIVIPQEYPYKPPKMKFDTRI
WHPNISSQTGAICLDILKDEWSPALSIRTALLSLQALLCDPQPDSPQDAVVANQYKTQKDLFVKTAKEWTQNYASKNKQE
EKVQNLVNLGFEVGKVREALLRFGYDEEQAANFLLGG                                           
>Ptet_A0BWH6_A0BWH6                                                             
MQGAPEVPRRFRLLEELQNGEKGIGDGTVSYGLEDAEDMQMTNWNGTILGPYNTAFENRIYSLKITCGPQYPKVAPQVKF
VTKINLPCVQANGQIDLNKFAILKNWVSKNTLESILTGLKNEMSSAANKKLQQPPDGQTY                    
>Ptet_A0E1Q4_A0E1Q4                                                             
MDQQLKKKLKKQQVQKIQFHQLHQFAGFQVAKDITEIEPEPQRRKPLQLTSLQVQHRQQLYMKSKFQFVLLSQPSKEVRW
DEVYQVIYTTTQDITCPICISDHDIIIPYITPCGHIYCLPCYQRHKLQSKFNQKCPLCGELAVMSELKSVKIIKHKIKSS
GDTVLLNQILKYKNETELYVNGKESVVYARTLIANESYILKIFEEEIIQLQSYLEICETEIQEPVQQSIQFLLERQDKLP
KSNLNLQPDIALKSYVPKPNQTSYKFYQDSNGLLGFLHPLCNKYIILQYGNDHLPQQIESFLIQKDQFTQNDHTLARYKF
LSHIPLHTEIYFYEIDLKNILNQDHLKEYLHEIQDYRERQRKERLRQEEKYNQLQAQQIQKQQYPIENGYDYQYSNSQID
EFQFDEQDFPELPGVRNISQQQDEQENKREIDQNQPQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQNRQEEINFDLESQ
FPSLNQECSVIKVNPFQQTWGQQQPKVEQKVEDEQLIKKEINNQETVKLSDLDFPVIVKIKKLKKRNKIRESEIYTYIFN
QKIMQQGLAQKRLLMDFKKIQQENQEDFMASPQENDIFHWEAVIFGPEQTPWEGGCFELKLAFSNDYPTKPPEVRFAPPI
YHPNVYPDGRICLDILKEQWTPILDVWAILTSIRSLLCDPNPNSPANPEAAKLYMSDRAEYYRRVKEQVEKTLNGIEEEK
>Ptet_A0C9E3_A0C9E3                                                             
MDNVESIITEIFKNEIQIKRIKKELQSIEQLQKEDFKITLKALSPNLQIIIEMPPIRQLNQQQPIKFALYLDNRFPFVFP
KVHILSQITKPSLSDGRDYLENIIQGHWSPQILLYDIIKIFPQFLETIKKSQNDRDYLLQLGKYYENQEFDIRIGLENVE
YLQCKQIINGKQYPRTLLVSDSHLLNFEYQSKELMLLNYFSMKNLQDIQKIQKNILLNWQINDGSLIVQTLTSANINQLH
NSINSNKLGQTARRLNKDDVTLQKFETIQINELLQQLSLNEVELSKNLNKISLNNLMASYQQAIEYYSVFSDEDYKQYVT



RLQTLLGREDVQTILASPVK                                                            
>Ptet_A0CVX3_A0CVX3                                                             
MAAQPTPRIIKETQNLAKDKVQGIEVTPDPGNFKHFFVIISGPPNTPYEGGVFDVELLLPDDYPMSPPKCVFNTKIYHPN
IDNLGRICLDVLKDKWSPALQIRSILLSIQVLLSSPNPDDPLNNDAANLWKTNEAQALMKARDFTLKYAKKH        
>Ptet_A0BTX3_A0BTX3                                                             
MICRPRLMKEQHDLQKLNDPTMIIQVNETDLLNWSVYLFGPEDTPFENGIFKIKVSIPQNYPISAPTLHFQTRIFHPNVH
MDTGEVCLEVLSQKWEPRWTIESIIRAVRLMLQEPNPDSPLNCDAANLLRANDLIGYKSIAQYYTKKYAIDKHEYMNKVN
AKDKKTQ                                                                         
>Ptet_A0DMF9_A0DMF9                                                             
MIDNRLEKEFNAVLNAIDDGVLENISVEVDKQNNSINYRKWIVTIYGKEGTIWEGGEFPGFLNFSKSYPSDPPQYYWQLY
GGQFQHMNVFENGATCIDILNNKIGYTPATSCVEILKGMEGFLYNPNPKSPTMRGLAKTFEENKEQYEKLIKAFVKHYMI
EKEKKKQ                                                                         
>Ptet_A0BY61_A0BY61                                                             
MSKEVSELVITRLKAERRAWRTDHPHGFVAKPITKEDGTVDLLKWVCEIPGPQGCPWEEGTYTLHMDFSHDYPMKPPKCQ
FKPVLPHPNVYPSGTVCLSILNEEEDWKSSITVKQILLGIQKLLKDEPNIESPAQYEPCNQYKNNRQEYLKKAREFAASL
KKQPQ                                                                           
>Ptet_A0DYM1_A0DYM1                                                             
MNKLILNIQFSQQVKFKIAFDASNQKTFEQLKQICVQRLESFHKISPDNVKDTLPNTFDPSQYHLTDQTNFILSDQDVVE
DLCSNNELIHLVFNQSLSASILDPLKMSSSLGTQLNTQSTLQPQQQQQVSSIPPPQQIQPPPQQISPPPQQQQVPNPVQP
QIKPQQIDDGMLDEIGKSELKRKFYLDTSKWNLVQQIQSDIEISIKFLQAENQTTQYNIGCSLEDTLYNLSIKICNQLQI
PQEQNHAVLYNLSGLPLVSNLNQLHQKTVEDTINKLQSKVFYAIITKCSAGDKSFPKIDSDEGKDQIFIIHQGPKVIKVD
IENTTVIQLKQKIYHKLNIPTNVQTLNYGGKLLTDSLLLKDYNVQNNSNLNLTFKLNQLVSHADSYNYNFYMPWLSHFVK
QSDEGIRQFRCNMLVLFAKEDHLKWSHAIRQYSNNNTPLTLASVSLIRKYRLNQNARIAFEEGFLRLFFDLIIQSPQVPA
AFEIGSTFEYTRQWIQFLHSETAKYKEADIKLIEYYRNLEYTCQVTLSPIETPAFLSLSKDDDITAYQIVDYNILKEKQE
TQEKHSNGKLFSELSLIQDPRLEEQFKIIKFLEKEDLIWLPQTDFKDGRDLNSIPAEWHKNEDLKINVLKIYSSVELKQH
PTAPVLTKNSQKHLVIYTSMNKDVAKPVNLFDPISGIEQPENPDQIAYNQVLPNAKIAPGKVDDDDDEDSSIQLVTQITV
EPEEAIIVLIDISGSMEEEFYNSEDLTRLGVVKAFFNAFADRTMAYNLKNVISLAYFDDRYILKCGYTELFMQFKDLVNK
AKPQGMTALYVALKNAIDSLLQFKKKYPNCILRIIALTDGEDNKGRYSPEFIAQTILQNQIILDSFVVYDKCDGLKQITK
AAGGQCFCPKTIQEGLKLFEYETILSAKIRKQSESLTPAKVTAIFQQDPKTIQFDVQPREFELPLELKKQSINPKQLVSK
ISSDSQQLNLIAPHNYLKRVMKELMIYEQKPHPFVKVFPCSHDVSFWKIIMVGPEQTPYSNGIYILYMKFPQEFPLQPPD
LRFLTSIYHCNINSQGRICHSILGRNYTPDTKVIQIFEAVYGLLMTPEPDDPLDTTIASEYMQDLKLYLEKATNHTLKFA
KRPMDEVLKEILGSVGEEKDLSDVELQEKTNEILSWVSNASKPQ                                    
>Ptet_A0CFN6_A0CFN6                                                             
MFKFSNKRMEYEEQMLEENSDALPPNVQYKRIDRYNYVLQIRGEKGSVHDDVSLNGFPVEAPQVNFRNSFQHVNIFPMGR
LCLYLVNKETWISSTSLIDVFSGINQVIHYPTFNDPANSIYKDPEVYDKDMKEQAKKFRDEKYKII              
>Ptet_A0CMC8_A0CMC8                                                             
MFFSHLTPHTVASLQGTRIQQLHPAKDSSGLAIANVCFSEGVHYWEIVCPFNTDGVKIGISKQQSPSENFEGHLFEFKTT
TQRVVGVLLNFNEQSLQFYLNGNLSTNKGIPKGSLISCPWYPCVRLSQFGNSVYLTMKYEDRSVVEHCEQVQLETQQSQH
PNPFFLINKNEIHQLQDRLVSVRNCPLVGQQIPKADLDVLIKMKLVICDYHDQNEIVYLILNEETSQKLKRVRQYLKHHV
RKLKEKFESKPQEKEKDQLLQEITQMLPNNEEIVQEEKKDEFEYKYSIELCRIADRIIVQLIEQFEEVRSIESAKMRLQT
FVDHPATDNPFKVVEYGKYLQPGSGVKYAYCDNDINNNGTKHSKLILRSEIPAQGQIIPCKSDRYFSLRNQDRLTIYNGE
AELFKVIDVDLRQLGPYQKNIKVIDVQQEETPSHIYKILENYIIGETEQLPLYDQTILEKLIRMGFEESDCKEALIQTNN
NFDKALDIVSRTTGEWQCKFCTLVNKETNQICEACEGPRPDDSQEEEFLIKQPLQIQQDLVEVDQKEEIHQEFKDKITES
TINHVSVIHWDSNNTTFPILVASVHNKNILSIKFISYSQNYLDQFFINEDGYYCVLTNCWSKNKDYSLLLQSETSRQIVE
TLAPLYSKHCKKLEMNLVDHKAIQLEYEIKAIDSAIWNNRLYVFLMGDQALNIYEITQNSKIELQKQIFIGSDYNLLISK
TKCLIYSQSKNLIINSQLNVSEIQEPISNAYIKDNIICYESNTQHKQIEDNSEILENNIIQSEEVQIFQTVTDDVHSQKF
QIADNYTHIHVKAVFEGPIEEPKQIPLMNSPLTVSDPQKLPLTVHSFKGASFNDQTFVTQMLFDSNKPFSSNYPNTQFIF
RSQFDEIMLVDHVRVKSEITNVFRGFPIGTGLIFTSKEEHELNDTSEFDYFDKQQYEKWKSTHQSLFANQPVGYFEFEGD
SKEALCKLEVIRPCKYLMLKPTNFRKTPHDHTAHIQTNSVEIKGFAAYGIEIPKSQIENSTFGTISDCQLLTQLRKRIDL
PDKLIVQCQYQGINGYPSNGIIEFDTVFSGDFIIKPYEDQEYKLLKVTVTGKKYNNLYINQLDNLIEEVYQKKPGALSVL
NLFMKKESKKVLEIISLSKFILGNVLSQNVNEQVTEFFRHLQQHDEFHDILLQVAQQILNKIEKVVLTESGLEYFLGLLT
YTAKFKTQEITDLAIKSLLLALQKLKTIEHKDMFLFSTKYGGPQGQVQIQEIDEKQIEQNGNQKTLICQKDPLSQILIMQ
LSNKQQIRRFEVNLLGEFEIEKLSLRFQQTSNSVKFRVQVWVDNLVLDQVYDEWTFVQFTDYVHKSANYNNYNCLHIGLN
RIRARKLLVQLTLGSDNYYSKQSVQLQIPQNYLTIIPEFYGSLLNAELSPLEITEDFRFKNTLSLGESLYYVYQSDKSIL
MDSYNVYKKTDLTDHYIVMSTKSLRRNADYLEQAIYKLQSEMQLKEKSNLQTNHLQNLIEQTQLEFLKVAPPRNYENNSN
FLTVFSSLLLRMLIAISGTVPDVLEFIKLIISLGDMNGITDLALQFIQKKVKDQIPEEQWNELIIGQFTSQNALKKKLLH
QLPIPILESLQKLIELKDDVLYDALVTQLQRIPQQKYTEDGNPDNEKILTLIFEFLINDTKFRLKLLQNALPKCTALQIK
NSLNEKILTDIFSRGISQPEKFKFLLEMLLQPRQLESRYTDWAATLQLSDQINKTLQIEKDSLIYISKYIIYFCQIYIKE
NVEKLSIDNLLLLFDFLTKSVKKVNKLKTRETNKQLTDFEDFLQRQHIQICYPDTINRLIQLLEKSENYLAWNKVLKVIL
MITPQLQNELQIYQRVIQSYLGCKQKLLMNELLQFTLNLAQQQVQQNQTCSQIIDALLPHLGLNEINHIFIVFSQDVQHI
YLNNVNILLKYIGMYLPYQGGKDGIINADSQVIQQLELCQSMIYLLVQSEQTLPQLKESPDLNNLFEWFCLNCYSGKQIH
SYAGQLLEWMSESLDQLFELLPCKQYILKQLFKQQYYIDDVITKQYENNQITSYTAFTYTTQILEVIQSQFDKYLTSDDV



AQQFQSDIYHYLINKIIQEKQITQVQFLEEEFGNKMKVFNLPGQNVSNQDWPLHKKGAKSRLALITLPQGMRSEYQMVFQ
FDNEIEIKNIRLGIQTFTADFTDKQLGTPSSILLEVGKSLEELYPIAEMQLVNDEHYSQYQVKVFCYNSQVMNKQQLPSG
QSVKFISFRMRQQYVEQLDTTRTMKKLCLGISFISVIGYSAIRQKVDFIYTLQEKTAIEILSKFCKPNYQKTLQQLANDS
IVLEQLQNNIDKFMNALNSYSFQLSPLILAIAKYNHQVGDWLVMKLMEYPEQSHSKLLSQIILEGEHVHERFLKLHNHLF
EKLLALQINNHQQQDLLWYEKLAQHFIESYCNVLLLQNSKLKQRELSLNINKNDIIHLIELFQLMHNKHARHLLIKLIVT
ITYLPHPYQQIEEVEQILQFTLDKSRTQPYFLEVLGPLSLGNKVSIGWIVNQLDQIFDKFDLNSVIPFFYTLSTNKKIAD
HLLKYLLPLYHLLIEEPTSKTILKQLDDKTIETVAKFISYMVQKYHAKFIIEALIRDIGRLEGNKDMKFVRSLLVPILNS
EDYVFLKIQFEDQGRYILDPKLIAQKRIDNTQKQDEVVFESQLLTIKQKDQLFAHLTETYWNKVAYQKNDGDSDILPHLE
DKFFNSTPQMMVINYKINNTDKTIILYHNEKCIKQDKSDLAYSWNQGKLKVYYFNENNLIVNEEIDLNAFIEIYDEQGTL
TFQNNDKAFLELEYVAGEPSRINLTSLNLKDQGIIDNLKIEYYVSGVRPQKQKKALPQINIPQETISQIFPNYETNQSLQ
YYSAVPVYQLPSQLKLNELKQLIVFNKYGLKQECNIFEKQTKLCELPTNELNIIELEVNARDFIDNIQPKTLTFTYPQQL
TIFPLFEEMNGVNAMLSVIREGIGLWKNQQRANAWLQFLNELQSFCQLPNFFNLFMKNQLCVNLLFDLIAGPPDSNNQKL
EEEEQNAVKFIYTTLVSVFSASSGPEVRIKALEQNLIKQILDRIALVSKETKRVFRNVLEKQVVQESPQKNNTLQKSTKQ
KRGVGYASDNTGQNQKWNTIEYVEKKTQKSQQLIGLLGIVESFFDFQHWHPSEDLLHKLKNTLFESALLPLLESAFRSGS
LLEISKEFDLYCKYLKIVQSMSHHKVLAGVFLKIPEQYYPPQTQSLFELLSALADTSKIFMNCIQNNRKKNEEEEHSFEI
AKMIIDTHKRMENCINKMNDSGSSSNEEDETEQLKKQKELANELIQQILSKQLPEAYRTLLSDLRFNYIDMKVGGRYKHH
YSGNISTQINQDKIVRLAQEFADMSTSLPIEHTNAIFVRADKERVDVMKALVMGAKGTPYGHGAFLFDIYADDSYPNAPP
KMNLSTTGNGKVRFNPNLYSCGKVCLSLLGTWRGNASENWDPKISTLLQVLVSTQAIIMSEEVYFNEPGSEQEANTDEGE
KRNEGYSNIVRYCNIKYAMIDQIRDPPKGFETIIKRHFYLKKQEILEECNKWVELADTKEALYTGLLNDHNSSWCSEFKK
SKKAYHKKLSEAVKELEEELNKIQPPSAADLEGSRVLRTHVKKQPKVKNLKEGMANLDEVDVTYTKIQQKEFEANDENVL
DRWSRYIGAMGMDAVKKQANSCVLVSGIGALGIEVAKNIVLSGVKMLTIHDQQKSTQFDLNGQFFIEEKDIGKNRAEVSW
EKLQQLNSYVRVNYETSELLNIDFTKYNIVVVCATYPNDVLFKLSTLCRQHKVKLIISSVDGVFGRVFNDFGQSFIVEDK
NGEQTVDYIVKSVTDKGENKLHFEITGKHEFQDNDVVMIDNIEGMIDSNGNSINKTIQKVKVISKSILEIQLNGYSKYIR
NGTIKLVKVPVELSFHPYNQEFIDKPIYDPNMSEYDFIKLQNTEQLHSLYNNKQIKDENFELLFKHYSILGEFSPLSAYL
GGFVSQEAIKGITNKFTPVQQLFYVDCTEVLQKEISKDVKVSERSLSRFLGTEIAEKLEKSKIFMVGCGAIGCELLKNFA
MLNLGIKGSITITDPDHIEVSNLNRQFLFREKHLRKPKSQTAAAAVIQMNPYLRDHIIARLDKVHDSTEHIYTDQFFEDQ
DIIANALDNVAARRYVDKRCVNSRKPLLESGTLGPKGHVQCIVPFQTESYGSSNDPVEEGEIPYCTLKMFPEETFHCVEF
ARDKFGKHFSARPKQLIKMMAEDYIPQFRRQQTFQERLSNCLRTNQTPLKIALSGQEESSRNTSLMTSNNQYVKTKDGNL
FWTMPKRPPKPIQFDPENEIHQQFVSTFAFLRAKMFSLQTDKDWRTKTYRQSVAKQANLITFPEWQPSEEKKKSISDKVK
EQGQKEEPEENETTQTQSTQEETQLLFKQFKSLLPITLASDEFEKDNDQNGHIDFIHSFGNLRAANYKLEPMDWLTVKIK
AGRIVPALATTTAVVAGLQTIELIKTLKNVQISDMKNAFVNLAIPFVKLTEPGLVPKKKINEKVTVTLWDIWTQEITKQT
TFRQLFEILNQQYDLHPRDVFLKAQPVYMEIMYAKKAEEKKHFLGPSNHQSIRNTEICWI                    
>Ptet_A0D4V6_A0D4V6                                                             
MQNRLNKELQDLTQTSPLHGVQITADANNRLLWTAVVAGPEGTAYQGGKFKLSITFPENYPFKAPQFLFTTKIFHPNITE
KGEFCEDMIETKDQWQPTKTVKQVLEKILNIMGQVNTEQALNQKAMELYKSDKGKFEEAVRSETQKYAQ           
>Ptet_A0DPQ9_A0DPQ9                                                             
MQKIFKIKEPQVNPQRANEFQILFLRIQQEIDQNNVLYNLSPLMENEQVNYQFWRFEFRGQGNFEGKCISGVLKLQSDHP
VSAPEFYFDPITTEQRNEILQHLNIYGDHTLCIPLFTYWKKTTSEYEILQAIEHIFHNPNFQEGAAPANPGFEHETEEKK
NQIQRRQAKYLPDFQKEQ                                                              
>Ptet_A0BW19_A0BW19                                                             
MSLMTKRIIKELEQLRNDPPSSFVAQCINNNLYEWHFTIRGPENSDYDEGIYHGKIVKPPNIFFLTPNGRFEVKTKICLN
ITKFHPENWNPSWTIRTMVEGIIQHFHVKDFAVGSIQYTSNQIKSLALASHKWECDICGPIIKCIVPKGKQVEQFQSEKK
EQHKVDQNENSHTQEAQSKYLKENEKKVEKQKNDLPEDDKEIPDKKAQVDAFQRLIWKTVFPDTEKVHSQLKIFTHKNFN
ILIKFIQNQKMRKKFIDETKDDKINKMDDEIQKEFEQANNKNKYSSQIKLIGLVLLSLIFGIVFVNFGEFVEQTAKDWLL
FN                                                                              
>Ptet_A0EED9_A0EED9                                                             
MQFINLKSLELEESKTIEGVSVGLEGNSLYSWNISFAGPSDTLYEGGYFQALMKFPEDYPNSPPTFRFQTEMWHPNIYTD
GRVCISILHAQDELNDQEPPETRWRPILTPEDVLISIVSMLSEPNINSPANVDAGIQFRDKPDEYKKKVRKLIDKALENL
>Ptet_A0D0D9_A0D0D9                                                             
MQNRLNKELQDLTTGNPLAGVNITPDPNNRLLWIAIVAGPEGTAYQGGKFKLAITFPENYPFKAPFFQFQTKIFHPNINE
KGEFCEDMIETKDQWQPTKTVKQVLEKILNILGQVNTDQSLNNQAMEMYKSDKNKFEEFVRSETKKHAS           
>Ptet_A0DZ21_A0DZ21                                                             
MLLFPLNIYRNLNEQCSLRRLQIDMLDHKLNQLNDDTCEITIKMDKDNILQIQMRPKIGPYKLKNYLFLLDFRKNYPISP
PIITIGSETLHPNIDRKNQKFYLRLIEQQNWKPIYGLFEIVEEMKKTLIHVDFTIIPNETICLKMAQQILNQNQLDNECE
NQINSEYDSDQETFDFEISRAFKMNFEIVDSSQYNIQLQSDSQHIYQNLPAIINLQNTSKHKQNDNMFFIKIKS      
>Ptet_A0C227_A0C227                                                             
MSRRLSKELEQMQKSFANEFNIKLPNNEISHWIVGFEGAKGTLYEGEKFELQFKFPNSYVEPIESPEVVFLGKPPEHEHI
YSNGFICLSILYDEWSAAHNVSSLCLSIQSMMSSATIKMKPPNDADFVKQATGRGPKSYKWTFHDTKC            
>Ptet_A0E347_A0E347                                                             
MHQAQKNRITKEIQEFEQRQKKNEDNGISIFVVDNDIQHWKGFINGSPDTPYEGGYFQIDIVLTNDYPYKPPKMKFDTRI
WHPNISSQTGAICLDILKDQWSPALSIRTALLSLQALFCDPQPDSPQDAVVANQYKSNKDLFVKTAKEWTLNYASKNKQN
EKVSNLVQLGFDEQKVKEALIRFGYDEEQAANFLLGG                                           



>Ptet_A0C0Q6_A0C0Q6                                                             
MSLMTKRILKELEQLRNDPPSSFVAQCINNNLYEWHFTIRGPEESDYEEGIYHGKIELPVDYPIKPPNIYFLTPNGRFEV
KTKICLSITKFHPENWNPSWTIRTMIEGIIQHFHVSDFAVGSIKYTSTQIKSLAQASHKWECELCGPIAKQIAPKIKQEK
KEQQPQPKKDEQIQNRNEDKKPENTNILNSKNSEQDQQKSPQAKEQSQVKEQPQAKEQVQQQQKQVIKQAEQKQKRESER
KREMQENDYSDDEQEIPMTKKQTVELERLLWKAINPDFLQNHFSLRTQNQQQDHFHPQQLQYFDQIYKMMEEEDKVQKSL
VLNKQRDQEVNKREAAEEVEKPQVVNINKYQSQIKLINIILWALIFGIVFVNFGEQIEQKFKEWLLIE            
>Ptet_A0EG13_A0EG13                                                             
MNEILLNTQSSNFLSEEVINKAAKDPETRNNIIKFEYKLLSVYAHKFSIILLPKTEQITEWHGMISISYGLYAKGKFKFV
LNFPKTFPESIPKIRFLCPLLHPLIDEYNNVDVDTLIPKWKYGQDCMVYNLLNKLYEMFIDVSYYDCVTSFNPRAAQLFS
NDINSYAEEVKKQVAQSEQQLYDNRDDFVLKLKEPTYNTQTILQKLQDINSSKNLTFEQKKKDLLNFILQQSKENKIQQ 
>Ptet_A0DRM5_A0DRM5                                                             
MIAFQLKDVDKGLIPDRVVQEIISKLPKESVEKAKYFAQLFDQATQILTDEGNDEFVKIEKAIINNDLRNQVWEINFKGE
ENTEYQDKKIQGYLILPNDYPTAAPKFYFWFFKDNSKIIHENIYGDGLLCMPMVTNNWKGNEGLTQVMMTIRDIFNNPND
KDPANPIFTKAPNVEKTRRRKAQSELLEDWE                                                 
>Ptet_A0CR36_A0CR36                                                             
MSTNSRMRLVRDLQKLKQMIPQGFQAAPFDDNILLWEAVIFGPDQTIWDGGIFKLLLEFTEEYPLKPPNVIFKTKIFHPN
VYTDGKICLDILQNQWSPIYDVWAILTSIRSLLNDPNPDSPANSEAAKLYLEDKITYFKRVEECVEESWID         
>Ptet_A0DE66_A0DE66                                                             
MQTRMAKRLQKDLEQMQKSYTDQFNVRMPNNDIKHWIVAFEGAKGTLYQGEKFELQFKFSNEYVEPIESPEVIFIGKPPE
HEHIYSNGFICLSILFDEWSAALTVSSVCLSIQSMLSSATKKMKPPNDAEFVKRAAGRGPKSFLWSYHDEKC        
>Ptet_A0C2Y2_A0C2Y2                                                             
MQHNDDFDFQGGNQPQIEQDQKDIKIQELNDDDDPVFMILLEESNITDLEYAILLDDLLFFKREARLYNYIAYLFQLTEI
DKQNAPEHIGQLTKLLKLLFQIHEIGQHSEYTQIIEQQHPFGLFINSDLSMIDLLKNIILNQEINKKKDDIFFQIRIYLP
RFLIFSINPPKPFVSKNQMKSLQNQIISKINNQVFETNNVTPCQLDLLAFSYISDSKLNDQLYNEIIFLLKSTLDSLLEA
NSAEQGYNQKIKNLLEFFLVFTTNEKILQSFHQITFHTTLYNSIKNSFSAYGIDNQPSWFQDPLIIDYMVNLITRILSSY
QDNQQFTDILYEDFINCLKHKELDLITKVIIPILNSQQAPLVLVCFHPKVSVQERKLQSELFLENYSKMMEDSLIEQNVQ
SLEKNYYKKLNYYYSQLRMQPIHFIPKTETLTQLRQLYDENINITNLREGSINDIEVINPVTKILYLNSNYQKSLLVSFG
KSMGGFLRLFDEIKLYLGEDNVEVKELLNELQIFCQIEEFQEDIVQLEEFQKYLISLVEMNKNKDITEIYEKLNSMIYQK
LDQFFKEKPYLKFIAILKYRIFEQIVITAEKQLNYINKNQRMDSGNPKDVGNGKDQQFQQFKQNQNYKKAKFENILNCIL
QLLDQPVSIKILQRIQSSDVIKFVIKYLQSINLTSSKSQKTLGQIVKLIYCLAQSEMTLKLFISNENICLFRQMESFNNK
LIMRLQAGSYILNTHKEFMQLYQYVEASLYAARLINIKFLDLDHKHKEDAKLSKLQLYSTFMKILAVGKCEIKTDAKYLS
NMKEYYQQTKSRSEYKIQKFLNQISTIEQNIPIQATNSIFIRHDNARMDCMRIVIFGGSGTPYAHGAFLYDLYFGNDYPV
RPPKIKLATPRHDKVGFNPNLYNFRRVWLDLLGTWDDSWNVDYSTILEKLFSVKSLVMSENFMINKPESQMETLNVGQAN
RGYCNFIKINNIRYAMIEQLQNPPRGFEEVIKKGFYLRKELIMKEIELWIEQADLPATYNQIQNEQTYNLQPSFYKQDLI
KIYEELKVELEKLKFDIETDFQVNQRKKEISLNFETPYSQQEQKTKKQMLMPQGLNINEIDVNYNENVQQRQFDLNDKNL
QNLMSRYIAVVGLDAVKKQSESTIFIHTLNGLGIEIAKNLILSGVKRLILFDSELAQMSDLGSNFYLTEQDLKKRRDLSV
LNKLRHLNPYVQIDVLQNSLDELNLDEIQVFVTQDPDIASKVSTNNKLAVILAQTRNIFARIVTDFGDEFIVEDKDGEQS
SEVNIENISNNVVTLFKNQNHNLSENDLVIIKEVNQEQGIGESYNQVFKIKNVKTQSFELETNRVFNKYVSHGIAYQQKQ
PIRLQFDRIQKAISSFNHYCDNVGIFDGIDLIKRDIIHFCLNTIAKDQLTHNWDIEKIKMFITSMRLSDLNQKLYFKYNE
CVLTKYQEELLPLFTLLSMNTQFQPLCALVGGMAAQEVLKAINKKYSPIHQVYVQSFEDVLPFKLTEFNFVQVSQPNNLE
INLKKYEECMSKLGFQQNQNTRYTDLANTIGNINQIFNADVFVVGAGAIGCELLKNFAMLGVSKNGKIYVTDPDIIKNSN
LGRQFLFREKHIRKPKSVTAAAVVKYMNPDINIVARQDKVCPETQDIYHTNFYNQMKCMTTALDNVQTRLFMDSKCIENG
VPLIESGTFGSKGHVQSIIPYIQTERYVKKQDPEEINDIPYCTLKMFPESNIHCLEWARDKFEQYFFRKPQALFQLIQDP
SPLQQTVEMAIKVLNKYPTSFQECVIMGRLKFQKLFNQDIITLTSAFPLNSVTEEGQPFWAPPKRSPQPIEFGEKFAFEF
VEDFAILTAQIYNIAIPNQYDLNLILQNVQIHKMDIKQNKIQQIIEIQDKNNQLQKQIVIEVKNYDQLIQEAKSLLNKVQ
PKLPQPQKFEKDNDTNHHVSFIKNATNARAINYGIQRVDWMWTKLKAGRIIPAMATTTSCIAALQTLELIKILQKSTQYR
NTFLNAAIPFMMQSQPGKAQEFKLNNGLSISIWKKLNLNIKKLTEPLQYIVYEIEKMVGEEIINLQQRGKLFYMKKMIPK
DEIKRYEYINSPINNCIEFIDGLSQINVQISNNISFLVLITLV                                     
>Ptet_A0C6M6_A0C6M6                                                             
MIILTILIWKSVANKSISNNQGNLAENNKIVLLMIIKAQNGQQFIQIVDPNNIEDSGFVFLLQEASTSQLEEAMLQDVSM
FFNREAKLYNYLANLFQLTDLDMQGAPEYINQLTKLLKMFFQIHEVGQHSEFSYQLAQQYGLKDFKTGYPFGFLINSDQS
LILLLLKIILSEEILNKENDFFSQIRMYLPRYLIFSMNPPKPFISRTQLQSLQNCVVNKVNNELFETNFERPYKLDLLAL
SYFSDPQLNFQLFKETVDILRSILERQPYQSISNSLLEQKNSQTDINREIQNLLQFFLAFTTNQEILISFFKLNLHKTLY
NNLRLCQPIFGCNNPPLWSKEPLIIEQIVTLIVRIMSSDQVDQQFIDILHEDFTFFLKHQKLDLIYKVLLPILNSEQGKL
VPVCFHPKLSVSESKAETEKFLSNQTKTMAGSSTLVTELLTRNQCDKITQLVQDNLNKNIQKQQIPNKIKNEQVQMELEF
NDQAMQDLFQEDVQWEKFQFEPHNVVQQKQPIPLQQNIIINENQRQIAGSWIHLHSFSAFNPHFDSQILTKVLDNRTNVL
FIFEMMVGQENVKLVCFVNHLIQDGRRQNYVQARSNDSSFYVMMVQDEHFWHVNALDGKPHVLLDIQQHMVQISHHNEPI
ACINFSDFQQSKFGFPFKNLQEKTLLMDQINAALQGLECYLLQIAIHTFDVNKDNLFEDDVQSLKKKYEKHMNYYYSQLR
MQNIQFIPQTVSGKELSQLLDENLEIEQLKEYSINDINVIKPVTQQIQIKSKQQKPLLTYFEQKIGGIFMILDYVKKYLD
QVQAEKQYKDLVNELGILCQIEGFQEQIVQSEGFLQQLLALAYLNKKQECKEIYQKINSLVYSQLIQLLQEKPYLKIVVI
LEHKLLEKIVSKTEQQLNLMSQNAQPQAQVKFEQPKMLLMKKQAANQGKPKGIGYGDIEYKGFKYINEQQQFNLQQQKQQ
QEPIVNQLEKKFNDQDINLENLLNCIIQLLDLQFINAGLLDSIQQSKIIDLLIKYLQNVNITTLEGSKTFSQILQIIECL



AQRELTLQLFISKENTCLFRQMESFNQQVIMFIKTFNSKIEELNKFLTLYQYVENCLYATRLITIKYLSQDQQNNVDVKI
NMHQFYRPFMKRLAVGKCEIKTDADYLSHMKEYYQQTNNPSQNKMQKLVSEISTIEENLPLEATNSIFLRYDTDRMDCMR
TIIFGASGTPYAHGAFLYDMFFGDDYPQRPPKMKLATTGHGKVRFNPNLYNCGKVCLSLLGTWGDNWIANFSTILQILVS
VQSMVMSEYVMFNEPGWESQMGTPNGEQANRGYCNFIKIQNIRYAMVEQLQNPPRGFEAVIKKSFYLRKELIMKEIELWV
EQANLPATYNQTQNQCIYTQQPQQYKQDLIKVYDELMVELEKLKFNIGKDFQTISNEKKKEITFNLDYKQQQQQQLTNKK
IMPQGLNINDIDISYNNNVQQRQFDSNDQNLQNLMSRYIGVVGLDAVKKQSESTIFIHTLNGLGIEIAKNIVLSGVKRVI
LFDPCLVQMSDLGSNFYLTEQDVNKRRDFGVLNKLKHLNPYVKIDVLQNSLDELNLDEIQVFVTQDPSIASIASNQNKLA
VVLAQTRNIFVRIITDFGNEFTVVDKDGEQSSEVNIENISNNVVTLFKNQNHNLTENDLVLIQEVKQEQGIGESYNQVFQ
IKNVKRQSFELVTNRVFTNYVSHGIAYQQKQPINLLFDRIQKVIGSFDHYCDNVGTFDGIDKIKRDIIHFCLNTTTNDQL
TDNWDVEKIKMFILSMRQQNLREILNLKYQEDVLYKYQEELISLLTLLSINTQFQPLCALIGGIAAQEVLKAINKKYTPI
HQVYVQSFEDVLPFKLTELNFAHIGPSNNLEINLNKYQECMQKFGFKSYQNTRYNDLVNTVGNTQKIFNADVFVVGAGAI
GCELLKNYAMLGVSKSGKIYVTDPDIIENSNLSRQFLFREKHIRKPKSLTAAAVVKQMNPDINVVARLDKVCQETQDIYH
NGFYTQMKCVTNALDNVQARLFIDSKCVENKVSLIESGTLGPKGHVQSIIPEVTESYASKQDPEQNNDIPYCTLRMFPES
NIHCLEWARDKFEQYFFRKPQALVQLMQDPSPQQQTVDLAIKVLKKYPTTFQQCVQMGRLKFQKLFNNDIMALMNAYPIN
SVTKEGKLFWAPPKRPPKPIEFYGESAFKFVEDFALLTAQIYNIAIPNQYDLNLLLQNFQIPKMDIKKNKIQEIVEKQDK
NNQQQQMEVEVKNYDQLIKEAKKLLSKVKPKLPQPQQFEKDDDTNHHVSFITAATNGRAINYGIQQVDWMWTKLKAGRII
PAMATTTSCIAALQTLELIKILLNSSQYRNTFLNLAIPFMMQSEPGEVEKFQLKNGLDISIWTKLKLEVKRLTEPLQYIV
KQIENMVGEEIKSLQQGAKVFYMKQMLPKDDEERYNYINTPIYQCIQFINDSTQINVQISDNKSLLVQITLV        
>Ptet_A0EEX2_A0EEX2                                                             
MILIIQVHKRLQQYFIQIIYVIIVIGSHSPHSICQLYGDSPQKVVEVQLILQIVELEESKTIEGVSVGLEGNSLYSWNIS
FAGPSDTLYEGGYFQALIKFPDDYPNSPPTFRFLTEMWHPNIYTDGRVCISILHAQDEFNDQEPPETRWRPILTPEDVLI
SIVSMLSEPNINSPANVDAGIQFRDKPDEYKKKVRKLIDKALENL                                   
>Ptet_A0DFS8_A0DFS8                                                             
MVNCKNIALGVHVIFNEQDVFDIQADIEGPVDTPFQGGVFRCKLILPPQFPQIAPKGLFNTKIFHPNVSEKGEICVNTLK
KDWNPLQWSLKNIFEVIKCLLIVPFPESSLNEEAGKLFMENYDEYFKRAKLLTGIYAIKQDGNVLKGNNQNVNDDAEKKN
KLTQIQQKKENDQKKWLKRI                                                            
>Ptet_A0CAK6_A0CAK6                                                             
MQSYNPAVSHKRKERDIAKLMMSNYHVEQCPQNPYNFKVNINGPSDSLYAGGVYTINVLLPEQYPYKSPSIGFLTKIFHP
NIDEASGSVCLDVINQAWSPMYDLMNVFEVFLPQLLNYPNPSDPLNPDAASLLIRDKPRYEKKVKDMVLKYATKHNQEVQ
NIEIIKESKQDDEDNVSLISLDNVSQLSEHSYGHAEIQSLF                                       
>Ptet_A0BMS1_A0BMS1                                                             
MNKLTLSIKYVQTQFKICFQADKDTIIGELKQFSVDRLSKLQKVKVLVLFLQLVKVKFDNIPLNFEAKNYLLKDTQDSIL
DDDDLVLDLIKDNETIHLVFIPSLNNTVTQQQPQTQPQQQPQQQQQQQQQPQPQTSLLSQFLAHPYPTSGLNFKNLAYQV
KKPKAIPLQASQPVANPQVQITTSDTLLNNDQLKELQQKFYLDTQSIENVQQIGELELLLRFIQSKDITKTYKLKCNLED
SLIKVSEMVCNGLQLQNDHVACFYSLSGLPICASLNQMQNVKVSESLNCLKNKEIFVIITKCKVGQPSLPKIDSEVGEQQ
IFIQYSGSKSIKVNILTTTVLELKQKIYHKLNIPTTFQQLHYVGKVLDNTGTLQDYGIQNLSNIILTFKALDSYPFQQSY
NYNFHLPWMNHLREQTQIGLQQFRSVSLVFFSKQDDPKIMAVIRKVSMNNAPLVLACKLFSQNLRSSQLQCIAFEVGMQR
VMFDLIISSQTVPETFQINKTFEYSRYFYEQLLNWSLKLNQDQAKLQERYRFIDSICNITLKKINNPAYLSQVTEEDKID
FGTCLLVDYDQMQIKIQNNEVYQKQIPYAQLKILQPDQLLEDFDLIMLQERETLIWLPSAFIDFNDNKFEITNAWIQNKV
VSSHQSLKLYSGIELKNLQTYPLLTTKKSDEFLIYSGCNKDVKQPILIFNVMTGESTPMNPDKLALLQQIGSMPQDDEDD
DSEQNKEKVMEPKITNPPNEAIVVLLDISGSMDELYYDSEDLTRMGVVKAFFSTFADRTMAYDLKHVISLVYFDNRIIEK
CSFTELFILFKDLVNKAQPTGRTNLYRALKYAENQLLKFKQTYPKCLLRIIALTDGQDNDNHPLDPIKVAESILKNEILL
DSFVVSDDCTDLKKITKATGGQCFSPQTIQEGLKLFEFETILSASIRQKQNKITLKQLRDTFKLKDSQIEFDKVPIAINL
PNELNQQSMHPQQLVQEIVQDQNKLFQYASNNSLKRVIKEILNYEQHPHPHIKIFPCQGNVSFWKIILLGPESTPYEGGV
YILYLQFDESYPIKPPNLRFLTPIYHCNINSQGRICHSILDRNYTLDTTVLQIFQAIFGLLMTPEPDDPLDTTIASEYLE
NLQQYQIKAKAFTQEHAKKPLDEVITQIIGVKSEQNLSDAEMQAKIVEINKWIHDHNMEIEKQNNAQKQ           
>Ptet_A0DR11_A0DR11                                                             
MAQPTPRIIKETQNLAKDKVQGIEVTPNPANFKHFFVIISGPPNTPYEGGVFDVELLLPDDYPMSPPKCVFNTKIYHPNI
DNLGRICLDVLKDKWSPALQIRSILLSIQVLLSSPNPDDPLNNEAANLWKANEAQALMKARDFTLKYAKKH         
>Ptet_A0C8X8_A0C8X8                                                             
MATQFQQKRLQFEEENLQENADQLPPNCSYKKTGPLTYIVQYQGEKGTPHEGAYIVVDVDLNGTNGSPGFPAEAPNITFR
NGFQHVNVYPMGRLCMYLSNKETFTSGTTLLEIFSGINQVIHHPTFHDPANASILIQEGGKGYDEKMRDQAKKLSQPQYK
VL                                                                              
>Ptet_A0D5L8_A0D5L8                                                             
MALKRIQKELSDLAKDPPANCSAGPVDDKDNFHWQATIMGPEGSPYQGGVFFLNIHFPTDYPFKPPKINFVTRIYHPNIN
QNGAICLDILKDQWSPALTISKVLLSISSLLTDPNPDDPLVPEIANIFKQDKNKYEQLAREQTKKYAQ            
>Ptet_A0D2S6_A0D2S6                                                             
MQNQEPQINPQLAPVIAKQLQMIIKQPIDGVHVIFNEQDVFDIQADIDGPVDTPFQGGVFRCKLILPPQFPQMAPKGLFN
TKIFHPNVSEKGEICVNTLKKDWNPLQWSLKNIFEVIKCLLIVPFPESSLNEEAGKLFMENYDEYFKRAKLLTNIYALKQ
EANILKGNNQIVIDEADKKNKVTQTQQKKENDQKKWLKRI                                        
>Ptet_A0C867_A0C867                                                             
MQSRVNKQLQIRLMITFSFIIEQSNLLIQNNSKKVKLIINFKYLYSDVTPIVISPDNCSLNQLYSYFAKKVTQMQRLNQH



NLELEESKTIEGVSVGLESNSLYQWNISFAGPSDTLYEGGYFQAIMKFPEDYPNSPPTFKFLTEMWHPNIYSDGRVCISI
LHAQDEFNDQEPPETRWRPILTPEDVLISIVSMLSEPNINSPANVDAGIQFRDKPDEYKKKVRKLIDKALENL       
>Ptet_A0CVD4_A0CVD4                                                             
MFYEDYGKDVYIFKEQTLEEVCNNIEFTTLQEFKLLTSFEKIYQQKALYQYIKSLKNDYLKNNCIKELANSLIENCDEQL
LIQVYDDILDTPLNDLPLQLLSKSSYVAPPDIPEAFLQEFPHQVNNKYAWIDKGDQMQYGLEKPCILIYTNVILGMQKTF
NKTDLKCQADLVYYNNQLYHNQTVYFEQKGIRIMGQQFSKLEKIYVFQKSTNIDNTKTKLCKKLSKKGLIHSLLIQLAQE
KFDNKSTVNMLLYECLLFESQDWCQRIISQDWLTNVISLSLEDPKDTSIFHQVVYENLLQVNLNNYTEQQTDQLLLRLHQ
YYEANSLDLKQKKVEKQPPKKVEEPVKAAPQASSNNKQKGSKPKGIGYGDINYSSTYQTQQKKKEVQILDSDLIYQQAEG
YRWKILTEIFKKLRNLNLDYILMVEDSCLIPVIKSILSSLSKSQTITEKFEVIQIVFELLKKFLTEETMHLFTCKDYGDV
SLFEVIQKVNNESAFIQSKEDPELNQKIIKGISNQDTQLSEVLKDLQEFFNQLVIVLEKNKYIDVKFEETESQQIQDPAY
LYPMIMKPLVLKTSEVIKQPGWKKQLEEAYSHLSSSPPNKKMNRIIKELSDIGENLPLQLTNSIFLRYDKDRMDAMQAMI
FGSSGTPYAHGAFLYNFLFCDDYPSRPPKCLLETTGHGKVRFNPNLYNCGKVCLSLLGTWGDNWKANESTLWQILVSIQA
MVMSEYVYFNEPGWESSMGTVDGEKNNRGYCNIVKLANIRYAMIEQLQKPPAGFEEVIQKSFYLRKDVIIKEVQQWIDEA
DLPVSYHCTQNHNISAPFQQQPQKFKSILTAEFEALKKELEKLKVCITHQSDKKILSIIQRQSYTQIQQEKKKQHYRKKE
EISEFLQSQLPEIDVSESNVSNRQFDIQNAEVQNLMSRYIGVMGLDSVSKQSQASVIIYGLGALGIETAKNLVLSGLKRL
TIVEDKKLNNLGQFFVQNEESSRLEQSLLHLQGLNPYVQIDYSTDIISSIKSLNYQVVCLCEVDSLEIVNTISAICREYK
IGMIVSQLVSVYGRIMIDLGDQFTVNDADGEQVQEFIIENIDQDQGIIEIKGKHNLSPNDVIELKEIIQEDGKSLNNQQL
TVVKVINKSTINVGDLSQFGKYLRNGRGQTIKQKIVLQNKQMSAIMTDPIFDPNFILDEQKYTVINEQMNRFSNQSGEIN
ELFQKTGNQIFPPQAAYLGGIVCQEIIKAITHKYMPIRQCYFHTCEELLDGNLILGKELQQAIEKCKLLLIGAGAIGCEL
LKNYAMIGLGINGNIIVTDPDVIEKSNLSRQFLFREKHLRQPKSYTAARACLKMNPQMKIVARLDKISPQTERLYTNVFQ
YVDVITNALDNVQARLYVDSQCIEHMKPLLESGTLGPKGHVQVILPKLTESYGSKQDPEENNEIPYCTLKMFPEDSNHCL
EWARDKFEKLFTTKLQQIRQTFLFKDFTIEGLETTLKFCKNMPKKFEDCIQYALNKFYKYFVYGIMDLLKAYPLDHIVNG
KLFWSSPKRPPQIFEFKGEEMQIKFIQSVSYLYAAALGIEIPQQFDFEQTLKNIKPKEYKENKEKLQQIQDQVQKDAQAK
AQEEGNQDTQQQSQQELINQIVEYFKDYYEVTESTPKLLKPLDFLPQPIQFEKDEDDNHHVEFIQAALNCRAQNYGLEPL
DWLTTKLKAGRIVPAMATTSACIAGLQTIELVKVIKKLMIDENLKLETFKNMFLNLAIPYALQSEPGECQYEQINGKNFS
FWSRWDVNFSSQVNNLERFINYAEQVFGEKVTCIKQKAKLLYSPIMFNSKEEEQNLLQTPIYLLFEIQDFEEYVELDITF
QKRIKCRFYY                                                                      
>Ptet_A0DWC2_A0DWC2                                                             
MQSVQKNRITKEIQDFDQRQKKSEDNGISILVVDNNITHWKGFINGSPDTPYEGGYFQIDIVLTADYPYKPPKMKFDTRI
WHPNISSQTGAICLDILKDEWSPALSIRTALLSLQALLCDPQPDSPQDAVVANQYKTNRELFTKTAKEWTLNYASKNKQD
EKIANLVALGLEEQKVKEALLRFGYDEEQAANFLLGG                                           
>Ptet_A0BDP7_A0BDP7                                                             
MQGAPEVPRRFRLLEELQNGEKGIGDGTVSYGLEDAEDMQMTNWNGTILGPYNTSFENRIYSLKITCGPQYPKVAPQVKF
VTKINLPCVQANGQIDINKFGILKNWVSKNTLENILTGLKNEMSSAANKKLQQPPDGQTY                    
>Ptet_A0DAS7_A0DAS7                                                             
MINQGRSNDAAVFRALLNTQAQIFCYQVIAEGTQYHQEGNYSRRGSSCQTPITKPLFMACKYQRPSGIFHLELIIPSKYP
YELPQVRTFIQLPHPNLTLNSICLDILQPRNPEDKQQKDLSSDYTIQTLLLWLQAFLFQELKRTDNYLKLLTETKQAVIV
ANNFKCSDKDCKHNAKESKIEYYINTQPEQQLLEQQFICYNNTKLSYKKTII                            
>Ptet_A0D3T4_A0D3T4                                                             
MSSLISTQIQEPQINPQLAPIIAKQLQMIIKQPIDGVHIIFNEQDVFDIQADIDGPVDTPFQGGVFRCKLILPPQFPQMA
PKGLFNTKIFHPNVSEKGEICVNTLKKDWNPLQWSLKNIFEVIKCLLIVPFPESSLNEEAGKLFMENYDEYFKRAKLLTS
IYALKQEANILKGNNQIAFDDIDKKNKVNQIQQKKENDQKKWLKRI                                  
>Tthe_XP_001007905                                                              
MQMLISYHFNFKQAESSNIKVCTVGDNINHWKGYINGPEDTPYHGGVFQIDIQLPNDYPYKPPKMKFDTRIWHPNISSQT
GAICLDILKNEWSPALSIRTALLSLQALMCAPEPDDPQDAVVAGQYKSQRDQFLKQAKEWTQNYANTKSQDEKIKKFVDM
GFDEKTSREVLMKYGWEEENALNHLLGGN                                                   
>Tthe_XP_001030175                                                              
MAGPTPRIMKETQKLQTEQVPGIDVVPNKDNFRHFYVKIQGPDNTPYAGGIFTAELLLPEQYPMNPPKVIFCTKIYHPNI
DNLGRICLDILKDKWSPALQIRSVLLSIQALLSSPNPDDPLNNEAAEQWKNDEQNALKKAKEYTQKYATGK         
>Tthe_XP_001026380                                                              
MVDAANAVPRRFRLHEELEHGEKGIGDGTVSYGLDNPEDMTLTNWNGTILGPYNTAFDGRIYSLKIICGPNYPNVAPEVK
FVSRINLPCVDQNNGKIDINKFPILKNWVSKYTLENVLVALKNEMNSSANKKLKQPDEGATY                  
>Tthe_XP_001024098                                                              
MGNLSRGNKHIIQKKQYKPIKFKEFLKTHFDQKILVETSELPSKIKIKHNQQHSHITDNNQLIKRVQHISKKHTYILAKA
RNFQQQKQKQFIERDPSLLKQMSTTPQGYNPAVAGKRKQRDIAKLLMSDYKVTQSKTNKNDMAIEFPGPKDSLYEGGVWT
VHVLLPEQYPYKSPSIGFMNKIYHPNVDEASGSVCLDVINQSWSPMFELVNIFDSFLPQLLSYPNPHDPLNPEAASMMNK
DLKRYEQKVRDYVKKYAMKAEQLAKTLSMDMEEEESLVKQNSIREPALSTALSTATTRRDSQAIDEEIDSSSGNQFSDNE
DEGKQKDNQEQIQDDQLSQISLEDVSDLSDNEDVDNDAIECYA                                     
>Tthe_XP_001017440                                                              
MSEGDYDYNEDMGNEDDYYYDENNDDYGYDEEPQHNEEDYNHQMEEETPAVQGQLEQAAKNTIKNKVSVKEQQDIIDFLI
SDHKATKPIAVLLQQIEPLLLNKEEMQLIFLRIGKLLNEIKRQIQLLHNGGSWKFDKNGIDNLNELIEFTFRFLYIYQYS
SLEQFIDKTILLKLDFDKPFTKTLLNLLLKIDDYAESISFTFTDNIKKVFVFCLNPNEPFTNQDDGILNTISAQLIDVMG



MEPTHLVFDTLILTYFSNPLRMSVVLAQNIMQITSQLESYLQSVDKALKLNEQLLVLKMIQLLIFASQSDAKILNILISE
ELDKRLYDTVKFSDVSFIGDGKKQWSDDARLIQSKKKIDQRFAQTLLDDFLFLINQNKFSFIYSIIVPILTTNDTQYIPF
CLHKTWDINSVQNFNSYLKDISKKGVNANQILTDCRVPTDLLDERQREYLYNSFIKTGQNKDIKGVWRKIMQIDRDNPTI
SIDKTLPLLENEPQTLFIFNCTYQGTNIKFGVYVKNKIESFKNLQQNSVFDKSNKNLRATSNAESFFFYMDDQRMFHLKS
NQRKKLKTQQGTKWITSNQEPFAPNMKDLIRIEYSGISFILDEDIAIYINFGNIDLSKFDIPFQDIDLEDAFIASSKLNI
EEIFLENAEIWHLEQENANAKIDSYLQMFSQKEDLQSIYIQYLKYFRLEKISIVPHYITLQGLITNFIHQDNSNKKVVKK
IASKLDDELQLSSTIKQLEYIYDGSNTNKILDLIVPYSQANLLKLPFEEEFSKLYEVNKLGKNQMIEIFQNQCQGITKII
QIMDREAQQQYSQNLMIFFFEAQKFLTLPQFANHLIIQKDFFKIILQLLFTQQFANNKVGIVNFHQAVYMLFKSLRRLFK
YDKDILSKFEIYNGHLPTKKKNKKPKVVNEVFQESSSKNNASSSLTYGSGGSSNLSKKGVGYGNGSSDTSWMKNYSSGYS
TAVSEDALNNQNNYNNYYAPAPPKQNVSNNILGLKQKQDNLIYNDTSTIKSYVGSEFVAKILKQLSACIQHFFEFDYSFQ
ITTDIYHKIKLSTLNPILINIFDTNSLLDSTKRASFFKPILILLQNIAKTDELLDFFVWTEDHLEKLQGDYEENDKIKVE
DVKNQKCLYSLLSSMRDQAEFFEKNILNLDQNESLFDALKLSPAQREAKIKEIEEQKSMIQLYLKTFEIMEKALKENDYL
SIKEVEDNQNQETLNQLEVGKMHTEQFFNVLLKPLCVSTSVGVTQKHHYSSYFNSGNPSPIKMQRLIKEIADLAHSLPMT
PQSSIFVRYDTSRMDVMKSLIFGAEDTPYAHGAFVFDMFFDDSYPQNSPKVNLATTGSAKIRFNPNLYHCGKVCLSLLGT
WRGSSNENWNPNISTILQLLVSIQAIVMSEYVYFNEPGYEGHAGTAEGEKLNRGYQNIVKIGNIRYAMIEQINNPLPEFK
EVIMMSFFLKKDMILKECEKWLDQADQPAEYTGLVSSHNSTFCSELSGDKYKKVLQKEINNLKTCFEKLKINISQTIKFT
QKKKKIVEIDYEKPSILFQSEESFKPKVQTQDKMLDEGRVVDVNNVNISYDDVKKTQNKEINVENSEVTNRWSRYIGALG
IDAVKKQANANVLLVGLNHVGVEIAKNIVLSGVKRFSIVDQEKVTLQNIIGQFFLSEEDIGKNRAEVSIKKIQALNEYVS
CDFSANYNDLLNQTTFFIENYNVVILCNLDVKMATKINKICREKSIGFIYTQSYSVYSRIFCDFGSSFTVIDKDGEQAQE
YLIKNISRDNEGLVTLQTGTKHYLQDGDIIELKEVISQNDGKSFNLQQFKVKIKDNNSFYIGDTKQFGTYSRNGIAKHIK
QPLTLKFKSLEDNISNPIFEENLLPIFTEEETASRNAQNICFNVLDQFVSTYSRLPRPWNTEDASNFYQLAIQSSQTIQK
LIESKQEKAIQLAQTAILRFAFTCQGYIPSQGAIIGGIVAQEAVKSITKKWVPINQLFIYSCEELAADVSIAEYIQKYDQ
KSIQIDSYLQNISNKYGLNFKNDKYDSLRVIIGEEILEKISNANTFMIGAGAIGCELIKNLSMIGFGKKGSITLTDPDII
ENSNLNRQFLFREKHIRQPKSSVAAAAAIFMNKDLKNSITARLDKVYEQTEHIFNDTFFQKQNIILNALDNVQARKYMDI
RCIQNRRALIDSGTLGPKGHVQVIIPHLTETYGSQQDPQEEGDIPHCTLKMFPEQTLHCVEWARDKFGRMYQQKPQSLQR
VLEAFRNNQLNSLEEKTLNEGLKMLKKYPKNFDDCLQYGLNKFYKLYNHNILSLLHIYPHNHKNKDGSFFWTLPKRPPNA
QQFNPSNDHHLNFILSCAALQATVFNIKINYNLKDANTRAKLSQQIQKMQIPSFKIDENKLKSMKQDVDKEKNKQENKVE
MEIEKPQNNLTPQQLVSEIKTICSKFNVNKIQISPQEFEKDVDDNYHIDLLHSMANCRAINYTLEPMEWIDVKLKAGKII
PALVTTTSIVAGLQIIETIKILKEVKSDFYKNAFLNLSLPLLVQPEPQKAEQFKLAQNLNTTVWDRWEIKISKENDSLEK
LFSYLQKTYKIYPHDVFQGNKPIYIEQLMLLPNRDQERKDLLSTKLNKILELKVNYFFQILKIFQFNFFLSQKKIISLTL
MLLSPKLQNIQTNQKEFHQLDYSFDQIC                                                    
>Tthe_XP_001015601                                                              
MKGQADIYKKGKQLNQNLFIRSNRQKDRSLNHKYLDQQIEFKIIKKFSEIFLHIQERMIKLAQQMKNANKNMMIEEEEES
IQHSNSSANSQMNEQLAQISKSVELYSVNQNHLNDYNNTLSFSDLNNSLRLQHSHEGISNETPFQQKAFNKQSNLKKSKK
GILGVFENQSYQNSECSSTLKLQKFKSFWHIRFSKDYQEILKQNLNDENCLVYVCEPQFYNSHIKLRVLLQPQQGVFSGA
TIRIYFIVTKDYPYKPVLAFAEEYIYHPNINNNTKQIYWKILDDREWKPTLTLYFIILQLKFAFIEPDLTFVPNNIENVQ
CAELFQCNQQEFRRKFLIFYQSNDTSSLEKDLSNKMNLEENHIEDSEREFGTLNQLDYQCKPSHVIQNNIPRTFQNQNHF
PNQQNQHQQFTSLKSQNIFHGFQNIDQHLNADSFESNLKIFDPSSAQIFQNINYNGGSSTLNKNNPFQSSNFENINQQQE
GDMNYNQNFNYFQPQPQISNFDNQTNKNILDAEYNNFENHLNIAFQKNQTNQNYNFFNNNLMNFNNNNNNNNNNNNNTNN
YMNSYCSSISSASSSASVEQENQQKMEDEANNFKQSSFNKLHILTRHLSLGQNSRSQNNETALTPTLRSDRDHSIRNQFI
RGSNEPLAEDQEEVLLSGDSSNNQSNYLLIQNPFDSTKEQSFLITSQLNTTSCQMHPKKRKYKHNQTQEDSNTFDLGKQS
KLA                                                                             
>Tthe_XP_976655                                                                 
MVLTYLILILPYHNKTQQSLFIFIEFRRAKQSQSVKIVINDADIFDIQADVEGPVKTPYEGGLFRCKLVLPQDFPKSPPK
GYFITKIFHPNVSEKGEICVNTLKKDWNHQSWSFYNIFEVIKCLLIIPFPESALNEEAGKLFMEDYDSYFKYAKLMTEVH
AKPKVTNKMEVEKEEVNTFFKSSQKASKQIIKQANKQTNKQININIQNNIILNLRECLGLKFDQFQGTASKKVEEEIPTV
ISIKLDKTTAQTLPANTQNSQTATLQNSQPQSQQMQLGSQIKINSNNNNNVGNPSNGILLSGNQTLPIQQNLQNGQQQGI
VYNGSQFNLTQANFSNAVITNISINSPYKDSNKPQIMNNSQFLNGSSFQKNQNQENLQYQTNSSFGNQNNLSNPGLLNGS
LIQEEPLCALSKNNGYYSNTVQSSATQGTSQQQKQPPQQFNKNNVLLNLTFNNYAVGQQSFVSTNINTNTNNGKQQNEKK
KWLKRI                                                                          
>Tthe_XP_001033241                                                              
MVDAAKQHSYTQRLLQKQLDMVNKNSDLNVSVGLEKSNLFEWNICFEGPQDSLYEGGFFQAVLSFPDNYPDMPPKMKFVT
EMWHPNIYPDGTVCISILHSPGVDQFNQQEKETERWRPVLTAEDIIISVISMLMDPNTESPANIDASVQFRDDRENYKKK
VRALTRKSIGDL                                                                    
>Tthe_XP_001032981                                                              
MNENIKQKRMMKEIEHLSKNPSEDYTASPLSNDLYTWHFTIRGPTETEFEEGIYHGKIMFPFNYPLEPPDIYFLNKSGRF
EVNQKICLTITGFHAEQWNASWTMRTILEALISMFPEKEQVQSVGSIVHSNDVRKKLAKESWNFECEKCGPINKILKQRQ
KQPKEPQVNKNLGNSQAQNEQNVEETIEIAKEIDIEKEKQNLDNLEQKIQKLQQEKPKINTLQTNIQQKREPINLQNQSQ
VYQQERQYSFEQGFFYLKQNKFLIFFMKNSCQKFRRSSKQNEQSNPQKQNDSDQQKENQKNSDLKQKQDLGNQNQMSDQN
KEKQQQQEPEEEEKQQQNQSREQNINELETNRLNNQDNKSQNEQDNINLNQENQKDLEESKLDQPNPQQKDQENSNPDNE
QQVPQSEESKQEAIQKVKKLDALLLVTSIMFILYLTFLFQYNI                                     
>Tthe_XP_001032056                                                              



MGQSACCIKNNDDENLNKQKKKNLNPQSKEKNDASDLMKNKHAKQSLSQSYDCNIPVYERISEIETKEAPTASKTQNIKS
QKKNSPYNYTAHYSSEGNIPDMQIDSQENYKDQLIEDPNNSPATAALGQTTPRNYRRDIQGNQNFKTLNPERVLDLSNNA
NNHPNSYNNQTFQHNQLSQSNISDPTATQNYNVAKPKSPYTIKMEEFQRVNLKNINNHYLNLKNSVSKSKQSQQKRLSDA
QHQNLQKRIERELASIVKSIECDEEKGGVFFAYDESNLQYIKILITGAANTPFAYGIYVFDMFIPDDYPINPPKLNFQST
SKGTIRFSPLLPTDGRVCLSLLNIHNGQQLIESEQWSEYTSNLTQVIQTIQNDILNSDLYYQEPTTNYNPNKNNNDSSLN
VSDMYNQGYQNVVRYANIVHAMEESIKQTDGNFKEFSKLIQTHFSLLQSQIIAQINKWINEQQNINEEDIKPLYTGIVSQ
HNPEIAKSLQNNGFSKQAQNQLKNLQQQFKKLNSTFKEGKQSVLS                                   
>Tthe_XP_001031501                                                              
MLGNLDEIAQNNLIKDYELKEIITTLTEIGIKPLKFLGIYNDFVAIETREAEQCQNRQTLITNNKNISADMIDKIVKSSC
QSCYISQQRTQKYEIIHIPSAKYTLNDQNIHYKFKDLDKKSLIEIFTRILYVVISMQKDDDYYLGINKDSIFFKRNGQSI
DKIKHLIQNMFDDEFLMYLPPEILQNSLYKSSSDIYTLGLFFLEILGLQIDKEVALQLSNSNYQITNCLKHQDLVSIITQ
YMICQDYQKRSSSIDLFWLFKFQLEEKLNIQEICMFIQSNIQLNKNVISEIQNSSKNINRSRIISEYKIFDNLIDLEYYY
QNGCIVTSLKECNLQILIFGNELSEFENKYMTINIELESGYPYKSSPLIQFENGINSILCGQNNQILQTLNIEWSPATTI
KAQVITVASIFNKSANDIISFFYCEDNLNEMNSQLLSEELKKLGDNQFLQSLLNKQKEVESEYQMSFSFYDEQYGESTQN
RIQKSQKIQVGRCIQNYDNSILYGISSINKANKEYDHIIDNDKEKDGNLMKKQDDLRLGEKKRQQWLLDIIPSKVYSSSK
LELSNIQYESCLDKKLDQSLDESRIIEQIQEGTPETFTNTYTVQDQTHFIQRQQMNQSFQTENQDILSLNSQFSGMRKPT
FKNSAKMSQFQNNQTLKKKQSYRQKFGSQNQEEDKDQERKSELKIRNKRTSHEVWLQGFFIILIFVNRFIFKSKKKLIFF
KPQMLKQNQLQAINDIGRGGFLEK                                                        
>Tthe_XP_001030689                                                              
MINIRFEAKVHTSFGQKVLLVGNHPQLGDWQPANGLQLSTYEGLYPIWRSEQQLRIPEGFDLEFKIIVINNNQQLDHWEN
LPQNRTYTPSLCKESVLLRMHESSLWIEEFYDGPVDKIHENSLQNYTRIMAPMKIRSSRILNPVIANQPTKKQEEKQVRK
AEENSLNSESITIESNGNKPNEKDGETKKLSHPLKVTIGDGLNKNEIILNQQKENLQQTENQQETEQTNTIKYFYKQIAS
KSESVLVSTHVKVQRLKNELKQLAKSLPIQSSNSIFLVYDEQRLDVMRALIFGSEDTPYAHGAYFFDIFIPDDYPQNPPK
VSIVSTKDNSIRFNPNLYADGLVCISLLGTWEGDQSENWDPTNSNIYQILISIQSLIMNEDVYFNEPYYQEWKGSEQGDK
CNRAYSNIVKYYNIQHAIGDMIENPPYEFQQVIYTHFLLKREAIKATAQAWIEQAKKGEECLYDELIEDHNQQISSKFSS
EKDAYLHSLQEEVERVNKLLDSLDERLVLISS                                                
>Tthe_XP_001030449                                                              
MSQQQQQSGKCNCSFCNRFRAFQGKKDGDEIEESKENKFNSFIQNYQQYEKLKNSQNNQQDEIQQNQNDQNNQNNPLNDQ
PFKFEANHNIDNDLQMIKDWIGQFSNLKDVQQQNEASHDFMKNFVTQYPTSDLSLPDISFHFKSDGSQAILFSIFCQPEI
LQKCVAKRNDIAKLYYDPIGFTILLVIDPKIAYENFDQKHQEFNSNEIPLEVFISNKFENQQKILKEKGLQAKAQIKQFP
LIKNLRLRRDLNELFECLDDQFEFKYSNCSDHCFAYYTQSDNLNQLEGLIIGPQDTPYEGIPYTVTIVIPDQYPIEPPKV
TFNQQILHPNISEQGEICLNILQDKWNTVLTIQKVLVSIVSLLYEKNLDDVYNHYAKTLYQEDPEEYKTLIKKQSILQDS
QKLLIDFKQLAKVPINQQNGYDEYETNDYYNNYEGYDDDDDNQYMDIEDE                              
>Tthe_XP_001030448                                                              
MSQQQYKGKCNCSYCSRFRSVQEKKDGDEIEESKENKFPSYIQNYQQNEKLKSSQVQQDENDQNQNVQNNQQVEIQQNQN
DQNNQNNPQYDQPVKFEAYNNIDNDLQMIKDWIGQFSNLKAVQRQNNVNHDFMQNFVTQYPTSDLSLPDISFHFKPDGSQ
AILFSIFCKPEILQKCVAKRNDIAELFYDSIGFTILLVIKPKIDYQNFDQKHQEFNSNEIPLEVFISNKFENQQKILNKI
GLQTKRQIKVFPLIKNLRLRRDLNELFECLDDKFEFNYSNCSDHCFAYYTQSNNLNQLQGLIIGPQDTPYEGIPYTVTIV
IPDQYPISLLKLLSTISLLYEKNLDDVYNHYAKTLYQEDPEEYKTLIKKQSILQNSQKLLIDFKQLAKVPLNQQDEYETN
DGYNNYEGYDDDNVYMDDVEDE                                                          
>Tthe_XP_001030447                                                              
MQGEINRDEIEESKENQSNSYSQNYQQYEKLKSSQVQQDENDQNQYVQNNQQYEIQQNQNDQNNQNNPLYDQPFKFEVNH
NIDNDLQMIKDWIGQFSNLKDVQQQNEASHDFMQNFVTQYPTSDLSLPDISFHFKPDGSQAILFSIFCQPEILQKCVAKR
NDIAELFYDSIGFTILLVIKPKIDYKNFDQKHQEFNSNEIPLEVFISNKFESQQKILYKIGLQAKRQIKVFPQIQNLRLR
RDLNELFECLDDKFEFNYSNCSDHCFAYYTQSDNLNQLEGLIIGPQDTPYEGIPYTVTIQIPDQYPIEPPKVTFNQQILH
PNISEQGEICLNILQDKWSTVLTIQKVLVSIVSLLYEKNLDDVYNHYAKTLYQEDPEEYKTLIKKQSILQDSQKLKIDFK
QLAKVPINEQNGYDEYENNDGYNTYEGYDDDDYQYMDIEDE                                       
>Tthe_XP_001030446                                                              
MEGEKNGDEIEECKENQSDSSYQNDQQYEDLKFNYIQDENEQSYNDLNDQQDDEIEQNQNDQNDRQDDEIEQNQNDQNDQ
QDDEIEQNQIYLDDQWDDEIEQNQNDLNDQQDDEIEQNQINLNNQQDDEIEQNQNDQNDQQDDEIEQNQINLNNQQDDEI
EQNQNDQNDQQDEENKLNSPQHGQPFKDEANHYLESDSQMIQDCIGQFSNLKAVQRQNKVNRDFMENFVTQYPTSDLSLP
DISFHFKPDGSQAILFYIFCQPEILQKCVAKRNDIAELYYDSKGFTILLVINPKIYYENYEQKYQEFNSNEIPLEVFISN
KFENQQKILNKIGLQTKGQIKVFPLIKNLRLRGDLYELFECLNDQFEFNYLNCSDHCFAYYTQSDNLNQLEGLIIGPKDT
PYEGIPYTVTIVIPEDYPTEPPKVTFNQQILHPNISESGEICLNILQDKWSTVLTIQKVLVSIVSLLYEKNLDDVYNHYA
KTLYKEDPEGFKTLIKKQSILQDSQKLKIDFKQLAKVPINEYNGYNEYEINEEYYNYDDANDYMDVEDE           
>Tthe_XP_001030445                                                              
MSEQKQEICICSFCKKFQFMEKQNGENQIEEQKENQQNSYDQNYQQVNSFNQQSFQLNKEDFTYDSDLQMIEDWINQFDN
LKAVQRQNKVNHDFMKNFVTQYPTSDLSLPDISFHFKPDGSQAILFSIFCKPEILYKCVAKRNDIAKLYYDSKGFAILLV
INPKIYYENYEQKYQEFNSNEIPLEAFIYSKFESQQKIFNKFGLQVKRQINIYPLIKNLRLRKDLYELFECLDDQFEFNY
SNCSDHCFAYYTQSDNLNQLEGLIIGPQDTPYEGIPYTVTIIIPEDYPIEPPKVTFNQQILHPNISEQGEICLNILQDKW
STVLTIQKVLVSIVSLLYEKNLDDVYNHYAKTLYQEDPEGYRNLIRKQSILQDCQKLKIDYKKLLKVPQKLQKVNGEYDD
DYNEQNNYDEYDEQLIYNIGF                                                           



>Tthe_XP_001027552                                                              
MEGNLKSIRVQFEANKFKQVITQPDQTIGELKSLLLARLSELIKGQTFDAQSFLLADEDEFAFSDSDIVSSLINQNDLVK
IIVNQTVLQQQQEQNNQNAQNIQKQTDTTNQDQVNQEQQGQLNQVELQYKEEDPAEAIVVIYDVSGSMKSGFFNDPLISR
IGAVNAFFSAFADKTLAYEYNHIVQLYWFDDRIEKKCDFTKDMNHFIKLVDDANPRGSTRLYDALMEGINSLLLIKKKYP
NIILRLIAMTDGEDNQSKYKPEEVAKQIVMNRITLDSFVVSKESFGLKTITHASGGRCYCPQDLAVGMKLFEIETILSVR
ARDLPNSNNLPLQNVEINLDILRDKPFDTEGIQVTHQAQISKQAGDVSDIIKKYQKVISQPPQNNQQQPQSSSASTTAQQ
NQISHSSGCMKRLIRELEFFPQQPETYKVKVFPEQDDITNWKVLMIGPEGSSYHQGVYMLYINFPQSYPFKPPSVKFITP
IYHCNVNSQGRICIDILKDNWSPALTMAAVFNSISELMLHPNPIDALESNIAAEMNHEYDLYKQKCLQHVANNANKPMEL
LMEEIFGKQVDTSSEVYIKTKVQLTNWIQNNKLPCQKEQNH                                       
>Tthe_XP_001024405                                                              
MLQVKKKKEEENKRIAEGQPIAQNVQKVTPGLLRLQKDLEDLDKDLPNNAKLVWPDKQVLTKMELTVWPDASTYWGGAKY
LFTVEVGADYPHQPPKVHCHTKIYHPNIDLQGNVCLNILRADWKPVLNLYNIISGVLFLFIEPNPNDPLNKQAASQMIND
IKAFEADVKKSLRGGQVGGEYFPKLI                                                      
>Tthe_XP_001024315                                                              
MNYFWLAQEKRLVQQKNERLQLDYQLIFSLINNKQELLDLGREPPCNCSAGPVEGQKDAFQWQATIMGPSDSPYSGGVFF
LNIHFPTDYPFKPPKVSFTTRIYHPNINSNGSICLDILKDQWSPALTISKVLLSISSLLTDPNPDDPLVPEIAQIFKNDR
VRYEATAREWTRKYAM                                                                
>Tthe_XP_001024203                                                              
MNSESNKQAIATDYNPKVALKRKERDIAKLLMSDFKILQNKPCKQFHELTLQFDGPKNTPYEEGSWEVYVLIPEQYPYKS
PSIGSVCLDVINQTWSPMYELINIFDIFLPQLLTYPNPKDPLNPEAAMILIKDQNIFNQVVQDFVKKYAPKKHALLKTHS
TQDQYQCSEKFLNDAKQSLENLQRSQSQSQNDTMSSSTSSQTKLTSTNTSNDQQTKFINNINTINHKELSFQKNNSLNQV
QNVKQKYYDEEEEEKQNNVYKGEAADKEQIEEEEEELYCGSVQQLSEISQTSCSELSQSEIDKECVQEY           
>Tthe_XP_001024110                                                              
MSKSRQFALKRITKDYKEIQQNPVNGVGICQLDPNDPFQFLVNIKVMSGGYKDLLFHLLLILPEQYPCKPPRMLIFPGQP
YDHDFHHHIYPENDGYYKFCIDLLDKAYMDSDAIGSGWSPGYTFCTLLMQIQNFLADPDFSPEENEEAFARAPQILKKVE
SYSYTHQVGDQTFVHSTQKPYPPLQIVEDQQVDLKSTLLNQVKERVSCFIMKENIVENPTGIYGYPLFVQRDKFNRLQQK
PIPEILSLEGFQSQLQQYGIKGFDVNHGITFKTGMGEAYNAFLPIFLNKQHFQQSKHILKECLAAISNSEHLEMQVLQVL
PNLINKMVVALLNDSMHQSISAIEAYVHFTQLFHYLIEDNPSIAKEVDLRVKAMIQSDKSRSKQELGDIGEFLVVLTASQ
YALTPSLINVLYREYFARQIFWITKNSEHYSKYLKEYKSPQCLNSVFQSALISNKLLIFNIEASKRFAEDKEYLNKLADE
RYSVIPEEDAVKFIKETNQMIKDINNHVKLMDFLGLGNMYNTDQSCYNLFKIAIYVSNFQRYTNFNLQLQYGKSTPDTLQ
IQGDYSQPIIKVSDLVLKSEQIKQKKVSSVQTETHVSSSNNQAIKVEQNEKQMNK                         
>Tthe_XP_001024109                                                              
MSQSKQFALKRITKDYKEIQQNPVNGVGICQLDPNDPFQFLVNIKVVSGGYKDLLFHILLILPEQYPCKPPRMLILPGQP
YDHSFHHHIYPENDGYFKFCIDLLDKAIMNSSAIGSGWSPGYTFCTLLMQIQNFLADPDFSPQENKNAFARAPQILKKVQ
SYSYTHKVGNQTFVHSTSKPYPPLQIVEHKQADLKGTLLNQVKERVSCFIMKENIVENPTGIYGYPLFVQRDKFNRLQQK
PIPEILSLEGFQSQLQQYGINGFNVNHGITFKTGMGEAYNAFLPIFLNKQHFQQSRHILKECLAAISNSEHLEMQVLQVL
PNLISKMVVALLNDSMHQSISAIEAYVHFTQLFHYLVEDNPSIAKEVDLRVKAMIQSDKSRSKQELGDIGEFLVVLTASQ
YALTPSLINVLYREYFARQIFWIPKNQEQYVAYLKQLNNPLSLNNVFQSALVSNKLLIFNIEASKKFAEDKEYLNKLANE
RYSVIPEEDAVKFIKETNQMIKNINNHVKLMDYLGLGDIYNTNQSCYNLFKIAIYVSNNQRYTNFNISLTNGKGTPDTLQ
IQGDYTQPIIKVSDLVLKSEYIKQKKVSTVQTEAKNNENQSQKIKQQINKTQMQEEEKVNLDQEPMEEEEPEDEWHTISN
SKSKASNTNKTEQQTTNKQVVKPDLKVQKQTNNSTTSNIVKQNKLVSSSNNQTIKVEQEVKKDNKNEADEWNVVPEKKKK
N                                                                               
>Tthe_XP_001022951                                                              
MQGIDKRIQSEISRIETYKKINRFPANWSYLGPLIENGLPNYNTFIFSWKGKDGNLAGGVYTARIVLQGDLRVNAPKVYM
DDKFTHMHVYGHGLVCFPFIDQYKWKPSISIFDIATELEKMLDLPPDISSPANEKMKQLYEKNPQEYYDYLKDQATRFAN
NIPYQP                                                                          
>Tthe_XP_001022900                                                              
MLTALEKIDIFGVGINIMFNQQNKHKTRFGGFITVIIVTLLSLLFLSSIQEMIYKTNPSVIYEQQIVSNPSRYNLTTNNF
SFMVTLLDSTFNPIYDETIYRIEGNFLYKLPTINPDGSEGTAQFYNKAIEMELCTEKSFQVENAKDYFLNLPYQKMYCFK
NIDDFYLVGQFEMDIFSVIQINVIPCDDQDPQNKIKCMEKTQRDQILSKTLLQVYYTTQVVQVSNNKQPFNSIGATYFWE
TNIDFLQNINLLYIKTYVEDNQGLIFDDVKTQNSLLFSSERMMMSSKKDFSIYQISLYLEKNKEQKYLRKYLKISEAFSQ
VGGIFNVLFMIGCIIAQPYSQMQLNRKLFNSTFQISKEIFGSTEINNQIGGGDNSPSNKKEEQDNKRKSQEQLNQKKSLV
SQILCKKKSQSITNKKQELQTKKTSTNEISKYKDQKQASNKANDSSILDMIKTQLSEVQINICFIINKIIELEKLKTVLL
SDQQIKLFDFIPKPSIDYQLVKQMKQGDQQADLLRKSQYQLNQKNKLNSLEDQFSIYNLNSKNKNIRRQFNILSVQNRSF
NEKAKEAQVAFNNINKNKDKQSKIDLKLIQMLDDKLVQLLDINLFDESTVGAGTKLQFNNLYNKSTMRNFRSFSNNIKID
IQSDQSIPSNKFLSEEKNETSQDKQIDIVSENMEAFSFNHQAIFSKNEISEVNEQGIQNIQKEQERYLVSYQPSARLRYY
KQILLLNKQTSRKGNMNKSRILKEANEAAKLKEKENFVLLFDENDIFKWKAFIVGPEDSPYSDGIFELGINLPSNYPIQA
PQVIFKTRIFHPNIHWETGEICLNVVKDEWSPYWTLEALCRAVQQLMSNPNADSPLNCDAGNLVRSGDMDGYLSLARVLT
DEYAIQKDEFLKKIQEQASNK                                                           
>Tthe_XP_001021849                                                              
MKFSDTVNRINKEYQRLQKNPVENVLAIPDPKNMFQWHFCIYGLVDCPFEGGIYHGILSLPPEYPMKPPSIKILTPNGRF
KEGTNICTSFTNYHPESWQLTWNIEKMLIAMISFMNDNDPSAGVVQTSESEKRRLAKKSIIWNIKNDEEFVRLFKPYYKQ



LNIDPSLFTDPQKLKEYEEQMQFQQSTTDHEKKVRNFEKVLFFGASIFLVMCSYLYMKSLK                   
>Tthe_XP_001021554                                                              
MSIQFSEIKSPIFQQASDFAYDSSGSQIILVNSSSLQAQQVTFEKQSSLNQQVVGQQALNNQQQVMSDDISEQLSFQNTS
FTYKQNICIPEEYQQVVGKEMLPQQQDKDQDNTKQDTQVVKSDKIQPSLGAYFNTLRFSKLKSSQTGISISPSGLTATCK
ASQSASYAICGTSFAHQNSYYLELEFPNGCEGIDFGLVQMPANLQNPQSLKTHLITYKYKTQKTVGVKIDTNDWTIKVWF
NGEFQKVKSKRIPKGDYSFCLKMNLRGVTCIINPFAEDPEKKLSLYQRRTHLNGQVEAKEDQNATEQPLIQDLLIKVKDL
LNQTQQSPKQVGSNKDENISIGYLEKNNNLIAIKDNKIKLIRKNHQGQYPFHLSHFQNRPTKLSDIVFLQIYLSEIEELI
SQPNLFEQISPKISENLLKKLAQAIELYGHIDDNQILAVPFNFCEIKSTIDSLIENVTSHINAIYEYLNPSVVQNLPEDK
QVYVANNIDLISNNQVYPNDGLPFFNESDEDLPQQAVLEQASSAAEKVEEPAQQQIKQQIQKKSFKEDTDSHKSAVSVKD
PIENLKDIAKNWDISSLHSILYTLLRLDEQLFAMTLHEDASNELKQLFNTGVSRIFAAFGRLISFYNYTNTNFSIENLAQ
AGLVNIHDLQQNLRHFLDYYTPLQISKASNVQDIQKQIQTQLEGNNFVNGSLNLDVGLDVTVNSMSYQVHKNSKNQISDK
KVKFIKPQRKYLSNYICSFDSEGCVNIWNTELNLQRVAISEFKKEFVFPVECQIGNDLRKNEEELNSKMNEASNSSNFQS
QLYKILENSISSQCKYAKKPKPIEKSIVADAEIIEKLLNYGFTVNVAKKACIEVKNESVEKALDVALRIQQEENSELEQN
NQKSSLFSGDDEIHVNSIKQEWSCEICTYQNFGRFQKCEMCFSPAPESAYYTEEEVMEIMQEKLLQKQLEEERILKEIQR
KEEEENRIKKETLEREEQRLKQLEENKQKMKAFLEQSEAKSGFLLNLKQNSLAQLIAGVSFNSQCGSGVSQKSLLRIRSL
TSKGIVCNLNGQYIQENTINSLESILFSNENNRYIFETLSPIATENSDLHNLLAVSEANLQFEEESIIDCSWRLISQSSE
NETYDLFILTCSSNNQLNLHQYKMVFDILDPYNLQKKEIETQFIKKIIISTQQERTEEGLIVLSEKSEVVIVVIQNKIFY
IPITKQVMSNEIQVKELKGSAENINLILSGSLFITDKTQTLTIINIPQQITVQQTQPNQIEQDSQIDLYNTINFTEQQLK
FLKQQLQYYQIGTLANKLSQKSELYDSFSQLNSKHSFNLRNKHKFEVEFQLQNPQYLQSILLDFSLVSPQKDAKSLLPLT
DCILKEKVDQNSFFSFDTWEPQSQPKTSQNGNSNLNLNEKSNKYLPLSIQLCTGTPYSQKHQSSSILFPNQSSFQSFDQN
CCFLVKHLHNKYIVADSVTIESYDHPIEGGYPVGTLLIFTADHPSVIERAAHQFSQMTQAEYDEWREKNQGRNLEQWEPV
ACVSFSESQTIKTVNVDYKRCSKYILVMPTSLRQKFKHLTGNQCTSYQFVGVQGFALNEVSQLENGFNLKNSSSSEIQFI
QKYINENVTIEVKTQQSNEWIALTEEKTSIFLKNFAKNTVVPNYKLNTSIVKRLSDLGEVASSLANSSDLTLQFISEDIF
TQSKISQIRIKIANNQINNFNQIQSLGFTVKGRIYGGSGQSLSEIQNNILLNPSYYETINGKIVSQLIALSSASYNQATR
NLIEAASQYLIQVMSSSHNYLLNDDMINLIYTKFDLERFISSNILQNPTRKFTYQYNLLRSFSRCTGFQQKLLSALLNLL
PQITTRQIPVTESGLSIYLSLLRWCQPQNASKIFLQLLNQLHIISKKVQEKKDSYYNILTSRFDINTLCFEKSLFSELFL
SKEYKYSHSNLQAKDNSYLNSKVYITEDVFVHEIYIDLQKKYNLNEISLAFNRNSIYQSSFRVIVWKFQNNKQEMLVDEQ
YGSETFVQLSNYSHESSSLKQFQNREEISTLKLLETAETSQVSSRTSKQLSDIPFQNNHFRPLIQGVLSQEESNEQIPSC
FPQDFASQSVGIDAAGVTKSKIDAAGVTKSKTDAGNSQINKEHQSLAILDEMQNKLKALLTNEEAHRDIIIKQVIEIEEV
LKQNYLQENCRRFNNTNQQAALSNDCNLSYLYTLAYSFSQFLRKINEVNNNSEDKKNNQWINSATNGRNNIFHDVFETFV
VFDNSLLSQEILTLLGEVLIDNLSEKEWLQFVFTILKRYLMQPKQATLPINQLFSQTNLIKALDRISIPLGEVLAFLATQ
LNIPIENVILETQEREISYGYLAPTLALLYNGFKNIPKISINQRAQKNKENTNNQSANPNKLAQVLDPMSLKLTKSVSRE
LERINNQKIVSQDQEQSQQNKINSKGQNSAQKEAKQSDKNEEEEEDIFIVLPPAGVKRSVSHPLKNEIQKRQLQNESQLL
TSIEEQEDIVRLDYDESFNVAFQVCVWIVEHKNKFDSQEEFVQLMKLCFNLLELISSLSSMNGIKRTLLANSFDNNTFFK
LYFYVLSSGHKEIIALLSHLVLLLSNPPSFSQIDWASLNKEERSFLLNEKQSLEEIQLILVFQIEQIMQWMLEYSMYPSS
SKNNLYGMILQKEIDSEEWSSHLQFTMQLLLEVNKTLQEEFKHKSFLEASASNLRKGSYDQNRRRQQSAERRSKKNSSPN
QNTNQSSQKEENIDDAGEVEDEIAEITQKTFMATSHDPSQSVGRQISQQQQHNANTNDLVPVGISRSLSVPINKQQILTQ
YTKQQMLEFVDKSISERSCSLSLRTAITLIDLIEASSTGTQANQIYNSNGKLLSFIDNAQIWTLLFKFIEQLKLKQILSS
KLFERLANLFFNYEFLTSKTLQQMLLSKSYDFLMLTQSLFNKITNETQSPNFPPHMSAVLNSPTLASKRESAVKDHKQFC
QLLLNIIFEQLIPGLTLESTITSSLPSKRIFVQDIPQQISSVIAKKTGILQTSSIHYFIINGWLDILLTKSTPKPESYYT
QPQNDVSYCKLSPLSAASLLVNISQYLLTHCNFGGLRGIEISDHEVLIKLQIISILIQIFTRSQVSPTTNTCPSTSQPQC
LKELFTTSDYIIQEKITNSLQNLIKWYIFNKSKETKNSPCSVSLSQISSQVMKIFEATTEFQNIAKIFLNELIVVCKNLD
RVMKEQFNKNQINVLIAQQITDNASYLLETMFDLLVCNDEIASYVSFQVKGFQFLLEKMGLEKVQKAKREKLTMPECKPA
QESSIICGQIIHKNPKYEIASYIDSCILGTYQQSLSQEENDKQNKLPANKQANQQNKESSAISSSAPSSLLIHKILPEEQ
CSKATLIKTPGQTWINNPTNWSEQKNGALNHNLIWTQMNGKQHSECYLTIELENKVFLSSIKIGFNLYWADYEDKVLGIP
SSILVEYTSDLSIPFKPLTHLSTIQDQGYENFKVKVAAKNFERLREDGNGDVEKLLRANYNQEVKFLRFRFTRPIINFIE
NGSVLQTKLFENIAISLSFISVMGYHTNILNSQQITEKVISEQESSAIKLIGKLCNQSFSSTLNLIANNESILDKIKRHF
EVMSLLLVNHEHCLAPVFLAIAGNNQEMGDWILTNFLDLNKVSSHAKMVSEIVCSQLSHTHKRVQKVHNFVLQSAVKEIL
TLQEVSSNQYQAAFHFNALLPFAETWATSIHISALDFSTQNHLASASGESNEKYSKLLLPVTQEMINNLIKLYKIFYQTS
KYKLIIKIIITALNLPRPYVIAENISYEEEKVVRENLLLNTLNELWAQSKTDSKYLELIAPLILSNQRGVEWLLLDEQKK
LLQMLGQLLNLIKQSNSSQQNMLIDYLNFLSAITTNTTIQEAICSQKMHINFYNCLKDNNKNSTKLIKTFQDPHMISIIV
EILKNVALSSPEQAKIFAKVLSDDIKLLTSKRDMIYVTNLLVPLLNSEKTLSVAFHPFDSFSNKWLAEGKKILEYKRDRK
GQQLPQDLSSKSASVLSSNLKRPNSIPSFATQLGKKEVVKGMFPCWDTLTQSLTTKLLWNDKQREAFNRNIELFTKKTNL
FSQLSQPVKTQETDPTKKLPQMCYQWQLVQVQDKDCDPSMLELVKENVLKQGPFLIIIEGYNQEQKCVSGVFSSQSIQLQ
KVETESGEAQIIPRADDNFIFYYEENFQMHFDVPPDNSKQFGSLMLIEKTGAGLQFQYLENERIFISYQQQIPSVVDINL
QEMTPIDTDTKNFPKDVPAEFELTKVEYWVLKPKEIQSSLLFSQNTSKHANSSSFLQNLHNNLLFQSQNLSASSIANYYR
AVPVYYIPESLDIEKILSMVNVGGFWLSDEGKNTLSFKLRQNKKHQIQLNTKLAEIASEGTSSDGVIDLEFDALQLYENC
TEITNPYLNPLTNKVDYLPIMPIFEMFSQEGGIQQIIEVIQASLKCWKNTERAGKWEVFMKELKKFSLLPNYFGLFMKNK
DCIELLFELLAGLPDEIPSQDDKNKKLSGGYNVPPTTGTTTVTSTTTATTTTTTTTATTTASGAIKDKQNAAGSKKWDEE
EQKAVNYSYQVLKDTFKLGQDNAVRAAALEHGLIEAILEKIAQTSKEIKRTFVADSTSNEEEQEDNNLTLTKQASEDDGK
KKIVQKKGIGYGSDNTGQNQKWNTNDYIESKKARSESLKNLVAVLEAFLDFKNWEPPKLLVEQLMSSALLPLVESSLRSG
SLLEMSKDKELVFTYLSLLRVIAKNSCLVPCLLPLDPRYIPKQTESVLFLIGQLKDTAKIFLSCMTAKTDNTSSQQQQEE



TANSKKLADEILLTFEAINDACKHYQQEHEEEEDLNSQQDAINQVLELPLPQKYKILLQDLRFDYTSFKNEQGKYKHHYS
SSITTSYTPPQAKMVRLAQELADLSTALPIDHTNSIFVRCDTDRVDVMKCMVMGSKGTPYAHGAFIFDVYFSDEYPNQPP
KCNLETTGAGKVRFNPNLYACGKVCLSLLGTWRGNASENWDPKISTLLQILVSLQAIIMSEEVYFNEPGFEGEAGSEEGE
RKNEAYSNIVRYCNIKYAMIDQIKNPPEGFQAVIMRHFYLKKQEILEECQKWIKYADVRQASYVGLVNDHNSSWCAEFKT
KYPQMLREAVTELEEVLNSIPPPSAQETKLKLKNIKKKPKKLEKKQQYDITQGVAKIDDIDVKYDDEVEEKKEDNKEKDF
IDINDEKVKDRWSRYIGAMGIDAVAKQSKCSVFLSGLGSLGVEISKNLVMSGIKRLTIHDSKKTQFSDLSGQFYLGEEDI
GKNRAEQSLKKIRQLNHYVKVDTAMLDKELPETEEGLKEDLKLHDYNIVVLTEVLSMKKQILINEFCRSRGIKFISADVL
GPWCRLFNDFGDKFEVIDKNGEDPQEVMIKNITNAEKGVVTLLPGVKHPFEDGEHVIFSEVLGMELQQEKGKEETQTMTM
MGGDESSKPSINSTIHKIRVINSNSFEIGDTRGFTNYVRNGIAKNIKTPVNISFKSMANVFNVSKLDEVPFDPNLIIHDF
EKIENPHILFLAFKVLEEYQSTHKGCLPQCWNADDAKQFLTLAEPVIAKYYPDSSQQPKNLKEILLRFALTVNSNVGPFA
AFLGGFVTQEIVKAITNKYIPTSQVFFSDCMEIIPESGDLNINNYASYIEKNYALEFAPTNDRNDGIRHAIGNTLLNQIK
FCNLFMIGCGAIGCELLKNFAMINLGTGVDKQNGKIGQLTITDPDHIEVSNLNRQFLFREKHLRKPKSQTAAASAIQMNP
LLKDHILARLDKVHDGTINIFSDKFFSTLNVVANALDNVQARRYVDSRCVSNKKPLLESGTLGPKGHVQVILPYKTESYG
SQQDPQEEGEIPHCTLKMFPEETLHCVEWARDKFGKLFTLRPKSVNKILEDSNYDPQGGQELKEFKEAIKLLEKRPQSFS
DCIAYAVKKFYKYFRNDICQLMYTYPIDSKTKDGEPFWKLPKRPPTDISFDPNNQLHRDFVTALAVLRAKIFQVEYPKSF
RTEAEKIKIAQEASIVKIEDFKPSENKAQAISSEVNKDKKTDENDKDEQEAQEEDQHSNKIMDEVAEKAMLMKKLSEIKK
VIPEEYFKPNTEKHLLLAEEFEKDEDDNGHIDLIYAMANCRSTNYKLAPMDWIQVKIKAGRIVPALATTTATVAGLQTIE
LIKILKNEKLSNMKNAFLNLAVPLIQLTEPQKAEQIKIHEELEVTLWDRWEVSLGQNVTLKQVFQHFETKYKLNVCDIIS
GSKPIYLSTVMDIAGKEHEKEKTLNSQITDIIEVEDDYIDLIFTFSNKKGEKVKQTPLVRIQFK                
>Tthe_XP_001021305                                                              
MALKRIQKEKTQYLQNQMQGVSVKFDESNPYQLYFTIEGPIDTPYYGGQFNYKLIFPPDYPFKPMKITSLQKVYHYSNYT
CIIERCNCCSPKNLQLRKEDWSYEFTFYSQIKSIQQCFYTEQFTQLEEVCTEQSKLYKLNREQFNFNVKSQIASEKAKQQ
ILQFIAFQRFIKQFISINSDSVFVDLFF                                                    
>Tthe_XP_001020601                                                              
MLQNYTQSAAIQYSLDQSVIRRINKEIQQESLNKDSRIILIPPTNDNYHNLRAFYIMKEGQFQMDDQVHTSQLIQNVIQI
DDTQKPNKKQKYVYTDCILEISIVIPKNYPISHPRFKFPQQPLHPSFKNEAICCGISCQFKKNWDPTQTIFSGIETYCTN
VLSIPSLIKSGYNIDLTRDCNFEMINMISCNKNMFLEKCEKWAATKGNLLQYIEDAQFTNYLKKNSSNSLVKEILCKMQQ
IKDRRTAYQIRMIEKNAEYFQSLSISMIQQIIQRSQNPNLMSLVNQLSKKSQ                            
>Tthe_XP_001020510                                                              
MDQEAEVIVSSSQASNFIIKVQINEFKFKFQVKDPQQKIQQLRYELIEHLKKLNYNLQDEAYSCYSLADDQEFVLSEDDA
VSSLISHNDLVKMVSKVKQEQDQPIQVEQQKEEDPKEAIVILYDISGSMGSTFYNEQGLPRIGAVNAFFSAFADKTLAME
YNHVVSLFWFDSKIEKKCEFIRDMNTFIKLVDDAAPRGGTRLYDSLVEGVNSLIEYKKKHPNTILRMIALTDGEDNESKY
KPGEVAALILKNRIILDSFVVSQQSLQLKAITHASGGRCYCPASINDGLKLFEIETILSVRARDINFEEFYSKSVQQCDT
DQFINLDRFQSLPFDTEGIQVSYDKQIQQPAADISHIIAKYSKIANNPTQPSSSSTSSTGASINQQGPSQAVLKRIVKEL
ETIQKETDPNFKAKVFPAENDIMNWKVLLIGPEGTTYNYGVFMVYITFPNDYPFKPPRTRFITPIYHPNISSQGHMCLDI
LKDQWSPALTIQKSLNSFLSLMQDPNPNDALDSTIAAQYLDDINIFKQKCLDHIKQYANKSVDELMVDIMGTSLDVKSEF
YVNTHAELKQWINSNKAKF                                                             
>Tthe_XP_001019555                                                              
MAQKRIQKELQDLQKDPPGNCSAGPDISKDSIFNWTAAIMGPEDSPYAGGVFLLNIIFPNDYPFKPPRVSFQTRIYHPNI
NSNGSICLDILKDQWSPALTISKVLLSISSLLTDPNPDDPLVPEIANQYRSNKNEYVLKSQQWTRKYAM           
>Tthe_XP_001018705                                                              
MNKRMEKEFADISNNPPKGVSIKKGNDQTKWEITIAGPEGSVYHGHNFKVICSFPDNYPFKMPDFAFETMIWHPNVTDKG
EVCKEMLGEKEWVPTKQVKTVIEIIASMLAEPNVDSAINNEAAKQYKSDPKEFEKKAKEFINQYCKK             
>Tthe_XP_001018543                                                              
MEARMTKRLQKDLEAMQKNYKDQFHVTLPNNDLKLWHVEFTAAQGTVFQGEKFKLQFKFSPEYVIFIGKIPDHEHIYSNG
FICLSILYDEWSAALTVSSVCLSILSMLSSATKKGRPFNDAEFCKRSQGRGPKAFLCRQNIKKQINLQNERELQNKIKLM
DNQLELIILSEICSSYFKYEFAFQIFDRNFLNKLSIKNHQHLVFNSKKYTQKLTQCGKQTRVTMTKSAEESNQTHTQIPI
NPYINNSIIKIQAINQ                                                                
>Tthe_XP_001014450                                                              
MSQFRFSEKKERIDMQQILQNKEINQKENQQEKLLTKQQNKEVNELVITRLKQERKQWRQDHPHRFVAKPMTKEDGTINM
LKWYCEIPGPEGSPWEGGVYILYMDFSQSYPIKPPKCQFKPVLPHPNVYPSGTVCLSILNEEEDWKSAITIKQILMGIQK
LLKDEPNIDSPAQYEPCALYRSDKEKYYKKVREFAETMKKKD                                      
>Tthe_XP_001013383                                                              
MEVQNIVQQEFLKCITHQCEIEGCSFSVEENKKDPTKLNVFIYGESNTIHKNGIYKAEFQFTKDFPQVRPEGKFISPLPY
HCNISENGIICLDYYNQWKTSYSNQSFVLLIENLCTLIHNQNSENSYRKSIGEEEQSNRQQYIQNVQKQALVCRQAFLDG
>Tthe_XP_001013377                                                              
MEVQNIVQQEFLKCITHQCEIEGSSFSVEENKKDPTKLNVLIYGESNTIHQNGIYKAEFQFTKDFPEVRPEGKFISPLPY
HSNIDENGKICLDYYNDWDSSTYNKKSFVILIENLCTLIHNQNNESCLRYSIGKEEQSNKQQYIQNVQKQALVCRQAFLD
G                                                                               
>Tthe_XP_001012499                                                              
MEKIREKRINEELNTLERAKITKKLPLNIQYQLVEKDGVLDDYKILISFKGRPDTIWQNYEIKGILSFPTDFPIEPPSFQ
FIDNFQHIHVYSNGVICLPLITKEFWNTKTTVLNVIIQIEDLIHRPPNLASPANHQLSQLYLNSKEQYENFIKNMQKDDC



LPQ                                                                             
>Tthe_XP_001012241                                                              
MTFPQTFPLEPPQITFKQQIYHPLIDYETGKLDLKIFECLNEKLNTRISHTDNVVTSVNSSVQNIFENDAKTSLRFAEYN
SVHEKIHKQLSNIASDKKLSFEDKKKRFMQQLFQVSGEMNGNDENQLKQTSNQQNI                        
>Tthe_XP_001010817                                                              
MSQEREEILQKEITSVQDENDIISLDQIKDKQYVQRKKYQSRNLQISIIKIPLNREERLRRIQGEISHYEQNQIQGVKLN
YNYQNPVAIYLTIQGPKGTPYYGAWFNYEMTFPDNYPFEPPIITSLQTVYHYSEYNCLLKGGCFGHAPRHLEYKSGWLPS
YNFDRQIKKVIDYFYIEHFTDMWVDTVTYQIYLKDKEQFNKNVKSTIATEKAKEQVKQYLVFQKCIKQFLPINSDSVFID
LFF                                                                             
>Tthe_XP_001009163                                                              
MTTAAKRRLLRDFKKLQDDPPNGLTATPMEDNIMNWDAVIFGPEDTPWEGATFRLTLEFTEDYPNKPPTVRFKTTIFHPN
VYNDGSICLDILQNQWSPIYDVWAILTSIRSLLCDPNPNSPANSEAAKLYQEDRKEYIRRVKEIVEMSWNY         
>Tthe_XP_001008212                                                              
MGCGSISKINESVANKKKQNEIQVQDIKGIIEQNLNDIKIRNPQLLIEEIEKQQTIQKQQQVDQENNDKISNMSDHHSIK
IVSNKTSPKTTQETILSKQDLMLTQAISKHSHVFYTEILQKEVFKLSSKLKKHINVGQFNRNVNQAKRIQNEIRILVKNL
PIYSTNSIFVRCNELDTNHFQCIIMGSKDTPYAYGAFAYDLHCDYSFPNQPPKMRLITTGGGSVRFNPNLYKDGFICLSL
LGTWNGQKTEKWNESTSNILQILISIQSLVMNDQVYYNEPSVGKQNQENEMRNRAYQNIIKISNIRHAMIDQLKNPDPEF
RDIIKMHFYLNKIEILNQCDKWIIDAKQSDASNTRYDAFVRSHNYYLAQRYKSDYSLYAKDLIDTVYELKQEIQKIDIST
LPLYQEFLQNINNQAEEKCPSIEDKQQQQQNQAFSNLNQTHFQEHVIDKDPHLNELVEAKEISI                
>Tthe_XP_976852                                                                 
MQEIQRRKTSISSRKSSLASRKNSCGLDQLDHAPTNLTRSKTTPPNNDLQVFNLQSNSNQITLEEYIDHCILDKQLLIQT
NIALKLVDLLNPKEEQPEQKSNFAFIKWQLNAKSNYVQIKIEIDEVEEEEFEDDINDASQEAIDDKEIKNFYKFQNNIQI
WGLIMSTASLLKGQILQESNIYTNLLNQYLKSSDEVKSIYLKSFLNLTKTILQSGYQIKEFCNDLFVIIFKIIFKKNSSH
SKLLGYKKDSANSSQFSESPEQQRNQILNSKSFIEDQNLYYLVNGLLEILLTKETPAPEEFYQAQHQQKEWKNSFCKLNA
RGAARLFIGISKFLVRQLNFGGVEGVHMADEMIISKLQVADYILKILLSAESSFQHLAIVEALSNWNLVEFLKSSYSRCI
IWYFFNKPDEVMKGVSPATILIKSIGNQVLKLFTIAGEKQNITEICIELLFKHSMIFSKALFSNIPKLNEQQSEFGTSQN
ISSASHMHSHFSNLLPFSNQLQNQDISVFNLTNMSITNYNALILATRQSKIFQELLNLWITNDSLAQFLTFKINGFSHLL
DIIGLNSFNQVQSLNDQSKTYQYSSLNEINTTNMPMFGNEDSLFVNQNVLNYISIIQSGSDKQLPTQSSLNNQTIYNPWN
QYTMQNISSAHKIPPPSLQFGSSSFALIKNPQLAPFNNGDKKNLFFHDSAQNLNSQNNSHIQIQQNVALAPFMTQGSGAS
SFEPAGLLFGNSEIHENQKSSFIKYQIQHPSYVNNFNATNNNSLNSHNMSNSNNSNQSFPQMMNNPLFSKLPSNLNFQST
INNGIKSNHSIVSPGVISNTIPQLPPIPPMQYNNYSNNTITPQNIIQNNQNPFINQQIYTSSSSSGNNTINLNPFTQNFY
QQYPTIPLSDLNDSDIISLANNLQQDYLQQKSKIYEMNNPLRTNVTNQTVDPLQQLVEIECCNQIQLIPLIGQNFQIAQG
IQDWSYSKKGCKNKIAIHLLSGSQHQELQVLLKLNKTVEIKKFKIGFNCQSVEQSDSQKIIGIPSGVIVEGGLSESKLVP
LGFLHQINDDKYLNFGVKVFAKNFARVNDETGNIDKCIKSLSSPKVSYIKLRIIRPIITLIEDSSSFVNKQFGSIAISIN
FLSIIGYQVDHIASNLSQFIYKIQTDSAIQILGKLCAEGMGFDKTIQSISNDKQIIQKIKDGFECVESLISQYEQPISQL
LICIALNNDEFADWIFDYLLDSSRNKTPLAKLLTEIIISQKQQYNDKVLSNKALPRVEKLYEYIVKQIKQYLESNPTDKD
IEVDADGILSLSSIFPFVDALIAALRISYPHPKMNQNEKEKYHLISIYLKCVKQKAEGFSKLKLMVVLAYGGDQCQRWFL
EDNQNHFKQLIHNINQEMSLASSNEKNTQNNILQSQNLNNQTITNSKKAKSLFSILCAISNSQEIQNLLIQTSPGNNSSN
NTNQIPEYIKIYSLMKLKKSENIFFSSTSSIGSSSYRLLQNWVDQEFLQLFVEFLKKISYSKQEVIDSIVHGLIEDIKEL
EHKKDHLFVNDLLLPILQSIQTVPMCFHAFDSLQRKWLINPIKVLNHPYYLAKFQQSSKSKAQKNIDKFNTKLFSQEQKQ
VFMKTLKKFTLDTGLYKKIKKYEWIKEATQEVDSQSSLINKVIQISYSKTNNLLKKQIFKQLENKILNNPPYIIVIEGVN
SGQKCLCGVFSSQAIQKSSLESTFNISNGDDCFIFYYSENYQIHFRVEGNDFGQLDVSPETSFLTFKYRELDRIYLSFSE
GSSSYVDINMFDMKPIENSQNIPHDIPNDFSFIKAEYWVLRPQTIELSEDRKHPFKMENMYDIQNTQHHLFNSEYYKPDN
AYNFYRSPAVYHFPEDLTLQQVITQLNVPGLQVSKEVLQQFSFNLRQSAKFFSCKDNINLRSLYQEIDKNSNGIIDLEYN
VDQFFQQAPKIQQLSQPQQIEQQNLDNQKQNKIIDAFIDQKGFKTIISVIKEQLNSWNSKTRAKKWLVYVQELNTFSVLP
NFIYEFMKKKEGVNILFQLLSGSLDSSNELKSEKQEDNKMHQMKQPLLDGLSEDYPITKAFKKSYYSQEKNKEDFEKNKQ
FEEQERNAVQNIYEILSQLFQQDKDNHKIKSIAIENNILQIIFDRISSVSKEKPRKFIENTPAQDKKLSDDDNKLKLDSP
ILIMGVQRTGQGEKDEKSRSNQNVDKKKKGTGYASDNTGQNQKWNTSEYVEINKSRNQLLLSLMKILQSFFNFESWSIPN
KVIHSICESSLLPLLESAFRSGSLLEICKESQLMIQYLQLIEVMSQNKSLIKCLMKLDQRYQPTQTESISELLSKLRTTA
EIFLNCIKPVQIQVPESTVKSSISIQKDMLAQSNANLLKQWGADKDILNEEKKFQKILNDQEEGNLQSQQVATSIIQVHE
KLDQAIQEFNEHIQESTSQNFSNLDQEQDEGQEQIQKVQRVLELPLNVKYKILLEKLRFGYFSMNNNNLNTYNHHYQQQI
MQNQNPSQVKMVRLAQEIADMANSLPIDHTSSIFVRCDSKRVDVMKCIIMGSSGTPYAHGAFLYDIFFEDSYPNTSPRVN
LQTTGNNKVRFNPNLYNCGKGTWKGQASENWDPKISTLLQVLVSLSAIIMNEDIYFNEPGYEGHSGTEDGDRKNEAYSNI
VRFSNIKYAMIQTIRNPPEGFEDVIKRHFYLKKDEILKECEGWIERSTKKQASYVGLVSDHNPQICQEFKQPNKYTEQLK
LAVQDLRQELEKLTPPSSIETQEELAKKKARSQKQHEKKQNLNKQNNQKQNIPTAVLHNALDDLQQQEIPIKNNKINKQE
EIDVESEEVKDRWSRYICAMGIDAVAKQSKCNIFLSGLGPLGVEIAKNIVLSGVKKMTLHDNHIVNYRDLSGQFFLKKEC
VGKNRAEACLQDIQLLNHYVRVDTNVNQVNADTSTLLEKLYLQDYHVVIITECYSLDILTAINTFCRSRSIKFIYTQVQG
PFGLLFNDFGDNFEVIDKNGEDPVELVIQNIQQVQAGEKSNKLKVTLLPGFKHPYEDKDKVIIKEVQGMQEVNNQSKSIN
DSIFEIETINSNSFYILTNNLYSPYQGSGVVKNIKTPIYLSFQSLKQCIQANNMEYFDANMASHDFEKMDTIPYLHIAFQ
ALQEFIQINFRYPHPWNQKDAQTMLEISKSLYGAFDIPQKEDEKNKLKFEEYINKFSFTVSGTFHPLCAFMGGYVSQEVI
KAITNKFVPTKQLFLTDCIEVLPDINWSDKKSSEEQISRLQSQFENEKEFEVQNELQLKIVIGSETSEKLSHCKLFMIGS
GAIGCELLKNFAMINLCTGEEIPERNLRKGQLTLTDPDHIETSNLNRQFLFREEHLRKPKSSTAAQAAIKMNNKLKNHIV



ACLDKVCEATKNIFSEEFFEDQDIVANALDNVEARRYVDKRCVSSKTPLLESGTLGPKGHVQVIIPYKTESYGSQQDPQE
EGGDIPHCTLKMFPEETLHCIEWARDKFGKIITLKPKIVQKTLDEIENIKEGKISCEIINLRKTLKALKNRPLSFEDCIE
YAVQKFYKLYRNNIRQLLYTYPLNHKNKDGSDFWKLPKRAPFEISQLDEQNPLHRDFIVALSVMRAKSFNIPYPQSFRQQ
SEKIQIMQIAMNCKIADFQPSDEKSTEIKQEVNQENDKTQEQASINQQEISQIQTETNQNNINELKQNQIISNDENPNYL
IEQILLQKLNLQQQTFMHSEEFEKDNDSNGHIDAIYAMANLRSINYSLTPMDWINVKLKAGKIVPALATTTAAIAGLQTI
ELVKTLKKVDICKMKNAFLNLAVPSLQLTEPAGPPSFQITKNLKASIWDRWDVWLNKQDSLKKLFNYFEEKMQLSPFSIL
IGTDLIYSFTMNTEDKQFIQDSTFSEVLNNNNQLILSEAKYIDLNILFTELNGNQILLNTPSVRLFFGVKEEKQQ     
>Pmar_XP_002787046                                                              
MASFASRRLQKERAEWRKDHPFGFSAKPMANPDGKGQNLFRWICGIPGRAGTPWEGATYKLTMDFSEDYPGKPPKCKFVF
VNGKVLFHPNIYPSGTVCLSILNEDEDWKPSITIKQILLGVQDLLDNPNSASPAQAEPFQLFTQNKEEYLRRVKQQAKDV
ANGGQRVTH                                                                       
>Pmar_XP_002786244                                                              
MYKVFGVGRGKRAEQQPSAAQNGMTTKPKQQPGEIRLQKELDELELPAQCRIEFPNSNNLMHFFISISPDEGFWKGAKYR
FSFDIKPLYPHDAPKVKCETKIYHPNIDLDGNVCLNILREDWKPILSISSVVYGLLYLFLEPNPNDPLNKEAAEVLRTDR
RQFGYVIQRSLRGGMVDGETFPRLV                                                       
>Pmar_XP_002785833                                                              
MSTVARRRLIRDLKKLQQDPPSGVSAAPTTDDIMRWTAVMFGPEDTPWEGGTFQLEVTFSEEFPTKPPRVRFLNPMFHPN
IYTNGEICLDILQNQWSPIYDIAAILTSVQSLLCDPNPNSPANSEAARLWSENRREYNLKVVQCVEDSWAVADELTKDMS
DIDDD                                                                           
>Pmar_XP_002785759                                                              
MASFASRRLQKERAEWRKDHPFGFSAKPMANPDGKGQNLFRWICGIPGRAGTPWEGATYKLTMDFSEDYPGKPPKCKFVF
VNGKVLFHPNIYPSGTVCLSILNEDEDWKPSITIKQILLGIQDLLDNPNSASPAQAEPFQLFTQNKEEYLRRVKQQAKDV
ANGGQKVTH                                                                       
>Pmar_XP_002784702                                                              
MAITKRIEKETQKLRDDPPPGLYAVPDPKNSRYFHIELEGPDGTPYEKGYYKLEMFLPEGYPMEPPKVRFLTKIYHPNID
KLGRICLDILKDKWSPALQMRTVLLSIQALLSSPEPDDPLDPSVAEHFKHNRAEADAIARSWNQKYALHEPPKML     
>Pmar_XP_002781029                                                              
MSRVRLVKELKEASQHPNPDIDLEIIGGSFEHWVAVIRPPKTDRAYGGGNFVLHLQCGSMYPIEPPKVTMITKIFHPNVN
YNTGEICLDILKRDGWSPAWTLTYVCMAILSLLAEPNADSPLNCDAGNLLRNGDRRGFNSLAHMYTMENATKKDAEMDRQ
KLVDTVCR                                                                        
>Pmar_XP_002781019                                                              
MLKRFLKGSSNGKSRSHRHAPGNGVSSYDTPSSRLSLGGQSVSPDGDSSRSSGRLGESSRSGSARSQKHGVEGFMGFLKT
TLGGQKRRQGPSTRRRMPYYVDDDEVSSSYTASPGYSEFSHVQDAEDILGSNDGKFSIGGVFGKGGGEEEEEEEEADCFE
SQMDQQTPLGPDPRTCSLLMEYRHLQDNAPRGLYVCPDAQDLLIWHCVLILRQGHYKGAILKFILRISEDYPDSAPTVQF
ITRVYHPLVEEASGMLDISLAFPTWQPGRDYAVLVLAFVKKIFYRSDLIGWRGGEEWVPNPAALRAFNMAFEQGDKTFQR
EVDKCIMESQREVFLSSSSLPGCTLVFKEYDDATESAHSMISAALRNMPEELVGPQRTQAFCDWLTERFIPRCEAQRQES
TRDQPEIKQLWTGPEDEQQGERSVELPSKEERRRFRGTNYG                                       
>Pmar_XP_002779059                                                              
MASFASRRLQKERAEWRKDHPFGFSAKPMANPDGKGQNLFRWICGIPGRAGTPWEGATYKLTMDFSEDYPGKPPKCKFVF
VNGKVLFHPNIYPSGTVCLSILNEDEDWKPSITIKQILLGVQDLLDNPNSASPAQAEPFQLFTQNKEEYVLLGIELGTSC
VV                                                                              
>Pmar_XP_002777122                                                              
MALRRINKELQDLSRDPPANCSAGPIGDDMFHWQATIMGPKDSPYEGGVFFLNITFPSDYPFKPPKCHFTTKIYHCNISA
NGSICLDILKDQWSPALTISKVLLSISSLLTDPNPNDPFVPEIAHMYKGDRTKHDAIAREWTQKYAM             
>Pmar_XP_002776458                                                              
MALRRINKELEELSRDPPANCSAGPIGDDMFHWQATIMGPKDSPYEGGVFFLNITFPSDYPFKPPKCHFTTKIYHCNISA
NGSICLDILKDQWSPALTISKVLLSISSLLTDPNPDDPFVPEIAHMLKTNRAKHDEIAREWTQKYAM             
>Pmar_XP_002775694                                                              
MATTNSSSSGSHVNASSQTIRRIQREILEIQRNPSSNWTASPTADSIFEWHYTFKGPPGTEFEGGRYHGRIVLPSNYPFG
PPVIMLLTPNGRFEVNKKICLSISSYHPELWQPAWGIRTIMEALRSFMPTPGEGAIGALDWPAETRRQLAEESRAWTCKM
CEASNEDLLPGGDDDKEDLPQQDSDDTEDVPKPMAFVALNNEEELPSSPKKAIDDTPETPTPTGKQTDSPGGNADEQSSA
AALARRPPRKMSMLMQILAVIGFAIALIVDCFRHPPEAFIGPSGQ                                   
>Pmar_XP_002773748                                                              
MSQATNRKHTDFARLMRAGYEVDVDPESKNVTQDFSVLFYAPAESPYKGGVFRIHVELPEQYPFQSPSIGFKNRIYHPNI
DERSGSVCLDVINQTWTPLYSLVNIFDVFLPQLLAYPNPSDPLNPEAAALMLRDKTAYDYKCQEYVRLYATAAALEAVVA
AGKEDATADDIMDDTAEVGGCTPPLRMAAGSCCSTISSSTAVSSPSALTPIVRERGAAQKCYPAAREFCGGPKTSSRDIG
SEVDDDDDVLRDMTDDEMTGSELSALELDCVDELDLDGL                                         
>Pmar_XP_002772278                                                              
MCGESSVRQGVSQSILISGESGAGKTETTKLVMQFLSACGRASKSDINRQVLESNPLLEAFGNACTLRNDNSSRFGKFIQ
LQFDGEKDHLRLKGARIETYLLEKIRVTNQIQGERNFHIFYQICAAAAVAIHKYWMEKACRVCRSNSEGCQITHGLGRAQ
MVEATILSFTYLTRDTAVHKLSHGLDLEGFERTVHAMTVIGYGKEGIEHIFSLAAAILREGGYACLGFKDHRDRVHRSVA
VIETYRLGVLERRRALAVEEEEEEDQLETLSAVNSPSMERTMILDENSPLNSNDVTRLGGANEDVGGPYRISTGSLNSHH



SVTRYGSMCIDSSGKCRPVGGSRWISGSSSSQDSDEEAWHPTTTMGRDGGVHLDKLALEGSRKACPPMRTPSLSARSMSA
SPPLAHTPTRGFEGASPPRVGAAPPKRFRQSAANFAELGRFLNSYRILEALTGQVQFLTRIFHCNINANGVLCLDILDKQ
WSPSLTMQTVLLSISSLLNDCNADDPLEPDAAWLFKTDRALHDQRAREWTKLYCRNLASPQSAPGCTPSSAEDGYCGCQL
DLIVSRLSKVSLEFHEL                                                               
>Pmar_XP_002771944                                                              
MSVARELLKKQLIELTRDDSCGFSVGLEDDSDFFKWRVCFEGPPDSLYEGGLFSAILQFPEDFPNNPPDMRFETPMWHPN
VYPDGRVCISILHPPGTDQFNELESADERWRPILSVESILVSVISMLASPNLDSPANVDAAVEFKKDYPAYKKKVRRLVR
QSIEG                                                                           
>Pmar_XP_002771618                                                              
MSENRQAVARLTRELQALKKACPAQIDAMPSTKNMLEWHFVVFDLPEDTPYYGGVYHGKLVFPQMYPLKPPAIYMITPNG
RFETHTKLCLSMSDFHPESWNPSWRVETILIGLVSFMLDKTEPRTTGGMSASTAYREKCAINSFAKNKFNKDFRELFPEF
LDTSRFYPTHGYFHRIAPPEGAKNCADCGFPDNDAVFACKDFSKFCKRLGGSENHVYDPNSNDTDDLFAGLGLGDHHPYL
IPTILAAVAAFTAIGYAIISSLEDSNENTI                                                  
>Pmar_XP_002769772                                                              
MAAEARQMERDKIDGVTAHPASASSMLRWVGRIKGPQGTPYEGGSFTIDIDIPEGYPFKPPKMRFRTPIWHPNITGMTNS
CLFPEVFKKKARQWTVDHAYHRRRIVKPRHEDNNAYLQ                                          
>Pmar_XP_002769644                                                              
ANSVFEWHYMWAAGTVFQGGRYHGRIVLPSKYPFGPRVVMLLTSNGRFEVNENIYLSISSYHPGRWQPALGIRTDGSSQK
LHADPWRRSHRGVGLAWGDSSAVGDGKSI                                                   
>Pmar_XP_002769544                                                              
MEHLPRGGKRALEHREDMELKRCFSPCDVVEAVEKRPRQQVAANQEAEERRTAKFVRSIRSSVLRTTGMPEKTILTCIVF
KETVMKPERNVPANLFGVILAISELAKSDTAEENRDIVDSLSFLETTQTSLNAAFVLKVILFAVVITILYYQAGPPDSLS
KGGLFSAILPFPQDYFSNSHPDMGFETPMWRMDECAYQFYIHQRLICLMTSTADERWRQILSVESISVSVISMLASPNLD
SPADVDAAVEFKKDYPAYKEKVHRLVWYLDVAHVRFKTVYYMGVSEEDLDEWIELCEDKCDRLVLLASVRGQRSRPGLSD
SLLAEWERLKKRVQGEGGGPEDLETVDLEMLEFFLESIHGLHQLPASDYRKLCLAFQDCYDRLVARGWSTSSISRMYSCG
LELSSVLMSFIKGQLREDIVEGRVEGVESLERKPTQKGSGQTKGRYYSLTTEKIDFTGMENVDESEQYSWDLVLDAEWIG
NEGRFANHADDPNASFVLRKSRDVCDDNPMAEHDSLPIQCMSLVATKAI                               
>Pmar_XP_002769104                                                              
MAVIVPRNFRLLDELEKGQKGECASGCTFGLEIPDDITLTHWNGTIFGPPGTAFENRIYSLTLECGPEYPDKAPTVKFNT
KININCADPKNGHVNTRWGPLGSWKREYTIETVLESLRREMTSAANRKLPQPEEGACY                      
>Pmar_XP_002768097                                                              
MNITFPSDYPFKPPKCHFTTKIYHCNISSNGSICLDILKDQWSPALTISKVLLSISSLLTDPNPDDPFVPEIAHLLKSDK
TKHDSHAREWTHKYAM                                                                
>Pmar_XP_002767583                                                              
MSHENVQPQVIAELMRQLHRQQPANFLNSCGPPESSTNAQEHGILDGALPSWLKDRRVTLPNAMDPTEIHAVVRGSQVSP
YSRGFFSLKLLIEAEFPRLPPRVVFSTRVFHPNIDEATGDVCKLALGRMWSGENWSLQQFLEDIVDLMERPILDKPLNMT
AARLFSADRDGYDRRARLCTVLHALPRSLTPVKRRRTSSSTSSEYCEFHDLVQFDDDAYTRDVNDEGLVSMAAIAGMGLS
IDSIEATEEDAFSDSNSPSTPCAMSVDGDSERNDYVPCQRVPLEIDVDDDSSSDDSECEQPVASDGMVTPQQSYPRYSPS
SELRSAQRLASTPKGGLFGRDASPLCESARVRSTRHCTTPRSPFLGTPVRAKPDVKSIRRL                   
>Pmar_XP_002767423                                                              
MALRRINKELQDLSRDPPANCSAGPIGDDMFHWQATIMGPKDSPYEGGVFFLNINFPSDYPFKPPKCHFTTKIYHCNISA
NGSICLDILKDQWSPALTISKVLLSISSLLTDPNPDDPFVPEIAHMYKGDRNKHDAIAREWTQKYAM             
>Pmar_XP_002766611                                                              
MAITKRIEKETQKLRDDPPPGLYAVPDPKNSRYFHIELEGPDGTPYEKGYYKLEMFLPEGYPMEPPKVRFLTKIYHPNID
KLGRICLDILKDKWSPALQMRTVLLSIQALLSAPEPDDPLDPSVAEHFKHNRAEADAIARNWNQKYALHEPPKTMML   
>Pmar_XP_002765841                                                              
CHFTTRIYHCNISANGSICLDILKDQWSPALTISKVLLSISSLLTDPNPDDPFVPEIAHMYKGDRNKHDAIAREWTQKYA
M                                                                               
>Pmar_XP_002787989                                                              
MPPSSLRRIQKELADLVRDPPLKCSIKPVSTGNPEIDLFRWIATITGPADTPYEGGEFDLAVQFPKEYPFKPPKVQFLTR
IFHCNINANGVLCLDILDKQWSPSLTMQTVVVVVVVVVV                                         
>Pmar_XP_002785618                                                              
MSLKAREQKRLNKELDDIRSQSEESSINADIVGDDLTHWKGHLDGPPATPYEGGHFVIDITIPADYPYTPPKMKFDTKIW
HPNISSQTGAICLDVLGKEWSPALTIRTALLSIQVPGSIPGYKSDRELFNQTAKYWTATFACIEAQAPHEEKIKNMCDMG
FPREMVVKALESNNWDETVALNSLLEG                                                     
>Pmar_XP_002784701                                                              
MVITKRIEKETQKLKEDPPPGLSAVPDPSNLRYFHIELEGPQGTPYENGIYKLEMFLPEGYPMEPPKVRFLTKIYHPNID
KLGRICLDILKDKWSPALQMRTVLLSIQALLSAPEPDDPLDTGVAEHFKHNRAEADSIARSWNQIYAMNKKQL       
>Pmar_XP_002782250                                                              
MAAEARQMERDKIDGVTARERAGQSLLLLIGPRCRSSISKLDAPLGDGRGRICMDILKADHWSPLLTLQTVLLSLISLLA
DPNTGDPLNLEASDELEHFPEVFQRKARQWTVDHAYHKGRIVRPRHEDSNAYLQCDPAGQVVDEDEALAMAFQHSLRSP 
>Pmar_XP_002781046                                                              



MALRRINKELEELSRDPPANCSAGPIGDDMFHWQATIMGPKDSPYEGGVFFLNINFPSDYPFKPPKCHFTTKIYHCNISA
NGSICLDILKDQWSPALTISKVLLSISSLLTDPNPDDPFVPEIAHMYKTNRAKHDEIGREWTQKYAM             
>Pmar_XP_002779310                                                              
MSTVARRRLIRDLKKLQQDPPSGVSAAPATDDIMRWTAVMFGPEDTPWEGGTFQLEVTFSEEFPTKPPRVRFLNPMFHPN
IYTNGEICLDILQNQWSPIYDIAAILTSIQSLLCDPNPNSPANSEAARLWSENRREYNLKVVQCVEDSWAVADELTKDMS
DIDEE                                                                           
>Pmar_XP_002776577                                                              
MAITKRIEKETQKLRDDPPPGLYAVPDPKNSRYFHIELEGPDGTPYEKGYYKLEMFLPEGYPMEPPKVRFLTKIYHPNID
KLGRICLDILKDKWSPALQMRTVLLSIQALLSSPEPDDPLDPSVAEHFKHNRAEADXXVRFLTKIYHPNIDKLGRICLDI
LKDKWSPALQMRTVLLSIQALLSAPEPDDPLDTGVAEHFKHNRAEADSIARSWNQIYAMNKKQL                
>Pmar_XP_002776487                                                              
MSHENVQPQVIAELMRQLHRQQPANFLNSCGPPETSATAQEHGILDGVLPSWLKDRRVTLPNALDPTEIHAVVRGSQVSP
YSRGFFSLKLLIEAEFPRLPPRVVFSTRVFHPNIDEATGDVCKLALGRMWSGENWSLQQFLEDIVDLMERPILDKPLNMT
AARLFSADRDGYDRRARLCTVLHALPRSLTPVKRRLQFDDDAYSRDVNDEGLVSMAAIAGMGLSIDSIEATEEDAFSDSN
SPSTPCAMSVDGDSERNDYVPCQRVPLEIDVDDDSSSDDSECEQPVASDGMVTPQKSYPRYSPSSELRSAQRLASTPKGG
LFGRAGTVLDGSEFSERADELGELFIVVSGKEGMWSTIFCPDTIVSKISSVTRLWPSTLVWKGVHPETRIACARTYLLPS
HDTSDDDIEEIESMTMEAIRLVRDVAGAIGNGEGSAAGVKVDWIDAFGSTSERRPEGAEITCAFISAVVTSKDITVVYGD
TYMFRDGGEDVIAVTTDRMSQLTPLSWSCSRSQIREKCAVEDDAARFLSEHRGVRMGRLLLNMAGKTMNNKETSSDESRA
TKSLGELEFAPPDVTSRSRIGLWKCHASKRSLLARVGITYGKMNM                                   
>Pmar_XP_002772445                                                              
MATTNSSSSGSHVNASSQTIRRIQREILEIQRNPSSNWTASPTADSIFEWHYTFKGPPGTEFEGGRYHGRIVLPSNYPFG
PPVIMLLTPNGRFEVNKKICLSISSYHPELWQPAWGIRTIMEALRSFMPTPGEGAIGALDWPAETRRQLAEESRAWTCKM
CEASNEDLLPGGDDDKEDLPRQDSDDTEDVPKPMAFVALNNEEELPSSPKKAIDDTPEIPTPTGKQTDSPGGNADEQSSA
AALARRPPRKMSMLMQLLQLPRNSEESGLFLINLGILAVIGFAIALIVDCFRHPPEAFIGPSGQ                
>Pmar_XP_002767400                                                              
MAVIVPRNFRLLDELEKGQKGECASGCSFGLEIPDDITLTHWNGTIFGPPGTAFENRIYSLTLECGPEYPDRAPTVKFNT
RININCIDTKNGHVNSRWGPLGSWKREYTIETVLESLRREMTSAANRKLPQPEEGACY                      
>Pmar_XP_002767278                                                              
MKRGRGKSQASKRAKEAPQEVVEQAAPEDYSTVILSCTSKEELLRLIAQLQPNPNNESAGPPPSVSSKDPILALEKDTPL
TCSQCLRTFKRARDPGPCATCSKARKASSRWPEKSVISAAETLSFKLTNYAAEVESGLGSCSSRLPSSSVTTPKGLNVDL
LGLYEVPGQVQAVKKNGIGFGGGEYDDASRVSRGNVLTSLQQPLDRTCSKILKFLAGALEASGFVLTRGIAEEFARTIVD
GLMEWLRESWIDLCGRRKTVLESMLTFLEAAVKQEALVPLLCSPVRDGSNTVFTALRTLAVQATVGDDKMGPRVQQLADS
IETQWARWKDSPTPPRGRQARGRAAGKRKAEVTKTEEEGPGGEPYVAALKHCRLASCAGISDVHKYAKSSAPPSAAAAVR
RIHNELGCLATSLPLHPDSSIFVVYDDRRTDLLRALITGPADTPYANGCFIFDIKVPTNYPRAPPNVALLTTGKGTVRFN
PNLYSDGHVCLSLLGTWSGPGWSPTSTLLQILLSIQSLIFVAEPYFNEPGYESFAGTPGGQRASEQYNHVVRKECLRWAM
LENLKDPPLGFEEVIRKHFALRSEVILAQLEQWSKIPNDPFREDVMRLTAELKERLVPKPAAKVEVIDLEPAGKEQGRVT
LRRSERLRKKAKLG                                                                  
>Pmar_XP_002767170                                                              
MSLKAREQKRLNKELDDIRSQSEESSINADIVGDDLTHWKGHLDGPPATPYEGGHFVIDITIPADYPYTPPKMKFDTKIW
HPNISSQTGAICLDVLGKEWSPALTIRTALLSIQALLSCAEPDDPQDAEVANM                           
>Pmar_XP_002766612                                                              
MTLGAPLPDTVCSLSAAPGLSAVPASGNLRYFHIELEGPDGTPYEKGYYKLEMFLPEGYPMEPPKVRFLTKIYHPNIDKL
GRICLGILKDKWSPALQMRTVLLSIQALLSAPELADPLETGVAEHFKHNRAEADNVGDKIDELLDALIPNETSPNRTRSV
GRPPKESALEDHEWVLVERPSDGLSPHSSAGIMHK                                             
>Pmar_XP_002765496                                                              
MTKSYGRIDIPVILLRRSPSRPAIAMGSDYDSWCFPLPDTVCFYTELAGPQGTPCDNGIYKSEMFLPEGYPMEPPKVRFL
TKIYHPNIDKLGRICLDILKDKWSPALQMRTVLLSIQALLSAPEPDPLETGVAEHFKHNRAEADNIARSWNQIYAMHKNS
CEVSL                                                                           
>Bnat_48609                                                                     
MKGGKREAVADEKTTVDKSEDKKEGAAQKESGEEQQQQPRDVKPSEDQGKVDQAKKKKKKRKKVKCKATSASLKRIRKEL
ADVIRDPPHNCSAGPKDKKNIYEWYSTIMGPEGTPYAGGIFYLNIVFPQDYPFKPPKVQFRTRIYHCNIDKNGFICLDIL
KDNWSPALTISRVLLSITALMADANPKDPLDVKIAQEYKSNKEEHDKMAREWTRRYARGVGAC*                
>Bnat_88464                                                                     
MLESVENTDGGKEKDQEEKLTPGKAYQKKLREYAILMEYKTMIGRVESGVYVIPGFESLHQWYGVLFIHEGEYTGGAFKF
CVSLPEMYPTEGEPKVVFDINIFHPLISPKSRQLDLKPANLPTSGGGPAGGYILKLMTYIKEAFYFHEKFWRDLEDDEEG
GGVEIDGDKKTEDENAGPEKDDCDKKAVALRKGKELNLCHNPDAAKLYLKDSEAFKLRANESVRESLDRMKIGADPSSSL
RFGPYMDSHEVVREKIIRAGAQRANRFKGRSARGRRRGNDYLSWFDPGVRGMNIT*                        
>Bnat_47380                                                                     
MSESKSSTILLRNQLKALLKNPVDGFSVGLVDDSDIYKWNVMIEGPSNTIYEGGYFPAILEFPVDYPQKPPKMKFTTKGF
WHPNVHPDGKVCISILHEAKEDQFNQQEKMSEKWRPVIGIESILISVVSLLSDPNLESPANIDASVMLKKDPKEYKKKIR
KLVRRSLEEL*                                                                     
>Bnat_48207                                                                     



MASSSPSTQAKIRLTKEYKRIKKENVENIEAKPLYTNILEWHYVVTGPKGTPYEGGIYHGKLKFPSNYPFGPPSIYMLTP
SGRFQINKKLCLSMSDFHPESWNPLWSVSSILKGLLSFMLEETPTYGSIKTTEMQKRAFARTSLAFNCRSKTFKTLFPHY
MELYEERKAENPQEAAADAAAVLSTVKSLNTSGNQVNTSNLEYVTISVVVLMLAGLMSLLYV*                 
>Bnat_86901                                                                     
MALKRIKKELGDLGTHPPENCSAGPINASDFFKWQATIMGPRDSPYQDGVYFLEIVFPQDYPFKPPKIKFLTKIYHCNVN
DKGGICLDILKDNWSPALTISKVLLSICSLLTDPNPDDPLVPEIAKMYKENRKQHDKTAAEWTKKYAQ*           
>Bnat_55640                                                                     
MSLMEGTFQGPQDTPYENGTFVVRIEIPARYPFEPPKVKFLTKVWHPNISSKTGVICLDILKDQWSPTLTLKTTILSIQA
LMSSPVPEDPQDAVVARQYLDDEALWKETAAMWTERWAMPEQKRHRVNSLLQTMRDMGFRKDASLKALEDSNWDMQNAID
HLVTDALED*                                                                      
>Bnat_87998                                                                     
MALARKRLATERREWRKSHPHGFYARPEKKSDGSQDLMMWVCGIPGKKNTLWEGGVYKVTMKFSADYPTKPPKCQFKPPL
FHPNVYPSGTICLSILDEDKGWKPGITVKQILLGIQALLTEPNIKDPAQQEAFDLYRENRDDYNEEIRKQALKFRPDLS*
>Bnat_47609                                                                     
MALSKRIMRETARLEKNSISGIIAVPMSNNPRHFRITIDGPSDSAYEGGKFHLELFLPGEYPMVPPQVRFLTNIYHPNVD
ALGRICLDILKDKWSPALQIDKVCLSLQLLLSAPNPDDPLDNKIADHWKKNEKAANDTAKAWVKKYAKVEVHPFLL*   
>Bnat_88093                                                                     
MERVIQKVNRGRKHLAVRMLRELDESTGLPSAILLVIVRLLPSSAFPPQLTRDIDESFSASERVRQEVSALIQTGDSIFR
VCTIARNPFHLHAFLRGPSGSLYDGGLFQIEVKLPRGYPDEAPSYRYLTKVVHTDIEESSGAVDLANIIGPWCNAFSLSL
LLTAMQTQLSQAGSMTKESEDAPAWLATNAYALWPPDTPLLSSTLSGIGQCDKSAHPGMKSYTHCSNSGRSNENAQVSNN
DNLDGDMTAAHVQTNVISPLYTL*                                                        
>Bnat_47126                                                                     
MSSPKKRRDVDVMKLMMSDYEVSSGNSGSVNAFYVKFRGPKDSLYEGGVWKIHVTLPTEYPYKSPSIGFCNTMYHPNVDE
SSGSVCLDVINQTWSPMFDLLNIFKAFLPQLLLYPNAADPLNVEAAALMLKDKKTYEKRVRNMVQKYAMEDINMENTSSD
EKEDSFSAMEEGEFEEFSDIDDLDMDDL*                                                   
>Bnat_91690                                                                     
MSLLRKLREVQRERKTEKHISGAELRLQKDIEELMENRSKLSEVATRIEFGSGSKLKFKVMVYPSKGPYKDGHFVFNVAV
PEDYPFSAPEVYSTFPIFHPNICLQTGKVGLKILMKHGWKPTFTVDKVIRGFAGLFLSPELETAINSHCAKMMNTDNSTF
HKTVKTTMKGGFFFGQSWKPTFFTEDVHTSRCMNKRIHPKNLGKRIEHSTKRRRHREDSQDVDVIPQRHEERMPKSRKII
SQISPGISSFSKEMVVGGYNPCRFPFGVVKPPIKFEASERKILPEFEEKSRRTNKRKKKRCRESFIEISPSAEHRRCNYN
NPHLDFEMICSKLSIPS*                                                              
>Bnat_143628                                                                    
MHKNLETKPVGEWTTIEKKTLTNNISLRVLLDKVNGEGLINTEKYLEAFYRYLDHNEKSLEALRRYLSHNLKDLYSIVVD
ALGIQEDFWDFWPIPDLSPTKLDIERARSVLMGSQKGKRLNPELSKFANTAFPFPVDAVFKSGTLEISFQAPRSPYGDTI
HRVRVDFPTGYPFNKLKCRFLTKIFHPCVMPWVKEWKIGRIGFGDSPGTIDRMILGDQYTAAYSLTHVLMDLVYFVTYPM
AAMKATGHSGLNTYAEKLLKQGTFHDQALALMEATGHPGLNTYAEKLWKQVTFHNQALALIKATGHPGLNTYVEKLEQGT
FQDQALYLLESGTCNRRYAKKRKFEYDART*                                                 
>Bnat_24645                                                                     
SLPLNPNSSVFFRCCSKSMGHAKMMIAAPPSTPYGYGLFLFDVYFPPQYPSVPPKLNLMTTGRASVRFNPNLYNCGKVCL
SLLGTWSGSPEEMWQPKQSTFLQVCVSIQSLIFIEHPYFNEPGYETSMNSSSGMAKSRQYNAIREVATVQWAMLDMLKNP
PLGFEDVVRHHFYFQQKNICQQIEGWLK                                                    
>Bnat_87918                                                                     
MNENLSPQAMMKLMKDIRDVTKNTPEGIVLHFSEENMTCINADIEGPEGTPFQGGVFRCMLRIGSDFPNSPPKGFFLTKI
FHPNVSSKGEICVNTLKKDWKPAHGLKHVLMVIRCLLIHPNPESALNEEAGKLLLEEYDSYSKRALMFTKLYATPKGSNE
SKESKESSCLKASSKSSKSKATSAKSKSSKVSKSSKSKSKRRQKGSSLKRL*                            
>Bnat_91811                                                                     
MQRTHIHVMVEDLDEVHLGASYMELQVTLKALQFQFNMVTGSTGIPTYLDATYLINAGIQDLPERRKRYYYKVLPVEMIV
RVRNVARNEENKGKVICGVVTLNQAQDRILISNSCIINPYLTYYFRHSVASMAERRDLIEIILGKFSTRKTGLPAIFKTL
EKQTALMMGRMKESEVVKKTSREIASDAQFAGELNRVLSAGNLQIRRRLKKIATSSKGDGDEEKSDEKDDENCVGMVEIY
DDKSPEHVFKKEAKNVKGLSSKLMSRLTREVGAMMNGLPPGIFLRVDSKRMDVMRAMIIGPQGSPYTNGVFFFDIYMPST
YPSVSPKCKIITTGRGSFRFNANLYTNGKVCLSILGTWSGPGWEPRYSTLTQVLLSIQAMILGVEEPIANEPGWEYEVGS
KRSKNYNGILQWGTMKWAMLHYLQNGAPQGFDDIVKAHFWNKRDELLKKQIPEWKAAAESAGDSGKGPYYEENKISGTVN
DTVKLLTESLKKLKPPNLQEEDDEDDDEDESDQDDF*                                           
>Bnat_49890                                                                     
MAMARLRALKKKKQKESAGSSNSKSADGKSGSKSKAGKKQLTAFARMQSDFGELELPPYVKLNQDDIKEDKLLDFRFTIA
PQDGYWKGGTFHFRCQVPDDYPYKPPKILCLDKIYHPNLDLEGNVCLNILRQDWKPVLDTQSIIHGLIYLFVEPNPNDPL
NKEAAKLMRDNKSQFKSNVLRSMQGKMVEGESYQRVI*                                          
>Bnat_57952                                                                     
MLMIRLLESELVDLEKSAPGDCSAAPVNDGTFFLDIAFPNHYPFKSPKIKFSTRIYHCNVNEKGNICLNILGGDWSTSLS
ISKVLQAICCLLTDPIPDNSLRPDGAKVYKENRKEYGRAVEEWTNKCAQ*                              
>Bnat_79474                                                                     
MDLQVPPKMKIITTARGTYRFNANLYANGKVCLSLLGTWSGPGWEPSYSNLQQVLISIQAMILGIDEPIANEPSWERDRG



TDRSFNYNRILNHGTMLYAMHDHLKAPPPGFEDLVKLHFWDRKQVAAEGGESGDGEREEERMHLLEKQIPMWEKEIMKVP
ERAKGGPYNRENRITEPVSTTVKKLKAELDKLKPPEEEEEEEEESDDDDF*                             
>Bnat_75331                                                                     
MNNKAANSSGSKRKNAIRIKKDLEKMNALLESKEGPFGKGEICFSITGEVEKLSDIVFRQSKKGSRQYDVAHAFIQGEEG
TPYEGGLFEMKVLIPEDYPLRSPICQFQIAWYICKTKLFHPKTNLRGDCSHFGQPNDHCETWKASITIPDVLLAIHDSLN
HPEKNPDHHLWTECYKIFKENREKFNKTAKDWTQKFAK*                                         
>Bnat_85139                                                                     
MALWLCNGTCGNNVASTQSNCSEQELPRRLHLFDGRRQDDHGLSLGRDLHPAILAAIELQHSKADKSLPRGMMVKVSDVS
ECVRRFTCLSELPVNNENNDEKLHFQRATRHLQCAKCSASNWLHLSKLQIFKKVDFLLNKPSLLLNRKPTSMEQKIKIPR
SFKLLEEYDHAVGKESKTKLSGQHRGYITYGLNDYTRESKDPLGSWRGIIIGIQGKQSGELFYNFEVTIPKGYPAQAPVI
RFKGPKMDLAAIDSSGNVNLGKLSPAFKWTPDKWIADILMAIRNNMHNPSVLKTSVQKAREGNYF*              
>Bnat_85453                                                                     
MLTCLKRIRKEMNSISEHSTDNFSAGPKDPKDLTEWQATILGPADSPYEDGVFFLDLKFPREYPFKPPIIKFKTKIYHCN
VDDKGRICIDILKKNWSPVLTIPTILLSLSSLLCDPNPDDPLVPDIAKLLKNNPKKHDATAREWTKKYAS*         
>Bnat_72285                                                                     
MQNLNRVRKELKEVQSESSAGVSAKLLEEGKLNHWKGEIKGPEDTPYEGGVFVVDIQIPDNYPFVPPKMRFDTKIWHPNV
SSANGAICLDILKDEWSPALTMRTALLSLQALLCDPNPSDPQDAQVAAQYKKNKKEWEATAKFWTQTYAMKGNLDGKIKQ
LKEMGFDEGKAKEALEKRNGDVQAALNDLISG*                                               
>Bnat_89122                                                                     
MDNLNPNSSAVRRLQRELIELSRNPPDMFTAAPLDDNLFEWHFTIRGGDDTAFAGGLYHGRILLPPTYPHKPPDVVFLTP
NGRFKINEKICLSITGYHPEHWSAVWDIRAALTALIAFLPTPPNGAIGSLDYSNEERAMLAKKSVNYCCKTCGIPNSELL
EICGEGETKDIQKKANAMASRRKIKKISARAKTIFEVKMKQQHHVLTQNMKITVITVIVPAEIKTALFLLQKKVWLL*  
>Bnat_48699                                                                     
MSMNEAEKTLMGEYNKLKNQESEEFEISDPLEDKKPLHWQILIFGKDGTPYESGMFFFNVEFPDTYPGHPPKKIKCSTKI
YHPNIDSKGQICFQGLKDTWSSSMNAKSVIQFIIDLINNPDCGDAINSEVAKCMQEDMEKFKSTAAKWVEEYAS*     
>Bnat_58084                                                                     
MKRIQEELRGISRDPPANCSAGPTSDSDMFHWTATLMGPPNSPYDGGLFFLEVRFPPNYPFKPPMIRFQTRIYHCNINSK
GEICLDTLQNAWSPVLSISKILLSISSLLTDPNPEDPLVPDIAHLYKTNRQLHDDTARQWTRKYASG*            
>Bnat_58282                                                                     
MAMTPAKRRLMRDFRRLQQDPPQGVTGAPEESNILKWSAVIFGPDDTPWEGGTFKLTLEFTEDYPNKPPKVVFVTKMFHP
NIYANGQICLDILQNQWSPIYDIAAILTSIQSLLTDPNPNSPANVEAAKLYQSNRREYDRKVMKFVEDSWDDDDDEDDDE
DEDEDDEKEATEKEKEAEQKEGNNMAEEKSSNTPSSSS*                                         
>Bnat_57270                                                                     
MAAAAAARKRLANERKNFRKQKPFGFFARPEKNKDGSQNLFKWLCGFPGKKGTAWEGGRYKVVLTFPEDFPSNPPSARFE
PKIYHPNVFDDGSICLSILKPDKNWAASLSVSQILLGIQALLDDPNCEDPANQPASAMYTKKRDKYDKKIREQAKEFSGD
P*                                                                              
>Bnat_27419                                                                     
DPPHGVCAWPIEDRLDMFEAQITGPQDSPYAKGTFKLRLEVPDRYPFERPKLKSVT                        
>Bnat_57667                                                                     
MSNPVRRRLMRDYKHFKKHSPQGIMAYADMHSVMIWHAIIFGPDNSPWEGGVFRLHLTFTDEYPNKPPKVIFISKMFHPN
IYEDGNICLDILQNMWSPMLNLTAILTSIQSLLTDPNTKSPANKIASDMFVNDRATYHRQVMRHVELSWGLDEIGTRNI*
>Bnat_23744                                                                     
KREIMLLDRDPPHGVCAWPMEDRLDMFEAQITGPEDSPYAKGTFKLRLEVPDRYPFEPPKLKFVTPIYHPNIDSGGRICL
DTLKMPPKGSWSPSINFCTLLATVRLLMATPNANDGLMADITEQYTNDRAEFERVAKQWTAKHA                
>Bnat_87567                                                                     
MGIGSSLPEENAQLGKSLLSHINFKGKFTKEHEEQARQAFACYDMDKSGMLERKEAEKFLSDLKALQIQRGVVTSDQGNE
LVAAAMKKIDQNSDGMLSFEEFFGAEAVFENGEGKGKSKGKYMEIYGLKDMTKYNGVRGISEGPDQKETERIKAKMTMRK
IIVLTMTVMMMLNTMTYRVGKGNAKETILINPENIRPAYTRVYAFRSVVDEGRGGGRRFTQARGSAKSLALGGIQFRFMN
WGDWIEKKFHTTAATFTGGQVFTPIHIENPGGSNKNGTLHNMDSLRPPFVYGYQEWRDFAWKERHQSTLIFTFVNSLGPL
LKYRFRTSSSNKWRDPTVWTLHSLNQITGDWDEIHNVSYPFIPDARRQFYATSCITYNNNKNKIDSSSSTSSSSKKQKEK
KEKSIFNFKKQSNDKDGHLALPMLEFAREINSRDLLIVIFFACNHPHLVTIAQSNLPDLSRQQSFEPVTMAKTTWQLITL
ERQKSTERNQAGLEIINGVAANHHLFLKENKKKNNNMMYYLPRVVPPELMELKGTALILIAEYADLSLSRWNTAKKGQAL
YKDITSKALKINKGVSSRNSMQKQVQAVTKDMEDKMKKVFNLSNEKVMSNDICAAAASYLQLLVLLEVLDIHYSKMTGKT
TSRQEKLKNIEKERKAAEQEEKKRKREQELLKKKKQDDDNDGKKLDKAEEATTKGPEVVAVVIVVKKAVISGISYNSSAS
SSSGNAQSGGIGYGGAAGIDTKARKAIADKKKEQKITDGFSELLLRCIVTLLAETKTHEISIDKHKEELLLASLNPYLVV
LDVVLANYLRSSFMQIAERQPLYLAVLKTCEAVALDVGVEILEKNESAGRADIISLLESIKRQVSVYITSSLSSSSSSSP
GGEQKTTTTTTDADMIKVDRIIAAILTQHKTLIKSRRKSGKKVCDAGSSSSSSSNNDETKLHNNRMQTIAVNMIDLMSSK
VTHTFKKDAERSPPPPKVIRRLTQEIGSLMTGLPYGIFLRVDNSRMDLMRACIMAPGDAPYENGVFFFDIWVPSNYPAAP
PKCKIITTNRATVRFNPNLYNNGKVCLSLLGTWSGPGWDPSYSNILQVLLSIQSMILGAPEPIVNEPGWVRDLGTARSRG
YNSYLMCRTVMHAMHDHLYWLRMIKNPKELEEEEKKRLKDMKQDPGAPKFGKPTYINNRKQTSVTTPWKMSKDDKSGKWY
FWNPVTGQSQWHRPYSSGNLKLNGVTRSPLEGFTEVLSTHFWLKKRHILETQLPFWESHLTTTVPTDPYGGSGVRNLKWK
EEFAKLKKLLTALEEPEIEAEDDDDDGDEDEEEESDQDDY*                                       



>Bnat_44917                                                                     
QSPKNLFEWTAYIKGPPDSPYEGGTFQLRLQVPPKYPLKPPKVHFKTKVCHPNVLFKTGEICLDILKDAWTPVWTLETTC
RAIVNLLDNPEASSPLNCDAGNLIRGGDMKGFNSLAK*                                          
>Ehux_58290                                                                     
CQIPGPPGTDWAGGCFPLLVDLGGYPTKPPDCHFPAREGPSLLQRPLTKSAKVLALPTAQRDCHGNGFMHNNVYPSGKVC
LSTLTPVHESGWHPSFTVAEILLSVQRLLNDPNNDSPAQWLPYQLYKLARKEHDRRVCAQAARYTA              
>Ehux_47260                                                                     
ALSRLRKELDMLHREPPPGISAWAKEDGSFEIEAVIHGAEDTPYARGSFHLLLAVPERYPFEPPRFTTPIYHPNIDSAGR
ICLDILNMPPKGAWKPSLNLPTVLSSIQLLMSHPNPDDGLMVEITHEYIHHPERFKQTAEERTRRHA             
>Ehux_197584                                                                    
MSASTAQSSALRLMSDLKTMKQSPPEGVSASPMSEDNLFVWGGTVFGPDDTAWEGGIYSMRLTFTDQYPDKPPRVRFTSE
MFHPNIYPDGTLCMDLIQDNWSPIYSVCSILIAIRSLLTDPNCASPANPEAAHLYQTDKKQYGRRVRRVAEKSVGG*   
>Ehux_433090                                                                    
MSHAALKRLAKEYKELLASPIPSVSAVPNEDNALVWHANIAVPLEVDTSTLLVAPMHLVIQFKADYPASAPNAGFLVHWP
YRMGASSIGTEHDGAELKGAQIICLDILGNFGHHHREWAGQRGSGWSPAYSVSTLLLNLQALLLELDGSLSPREKRDLYQ
RARSYRCEIGDYEHSGEAPYPPLETETPTELAEATPLAATPVARCYFSLLTHEEATLGYGVYFEKGKPKSFGELISWSAF
HEQGLRQTSQKEPFTHWLPAFINPAHASESPQWAARMKASLAELAKATGGSGGFSPPLAVLPALINSMVVEINRGDKASA
IAFFEALSSFWRALHWCVTTDGTLRAEAVRTVQSFIEDRAARHKRAVPDVGCLLALATALVGEYDRAKFVDAYLDESFVR
CVMWWQGECRAEAAAVFRATAVSRGIFLFQLTVLREVIGDAPASTAEAMDASNGRVPERLDALQAAWKELTGSAEPASWD
AYAAATGCSPETRQRMGATTDAWIAECVKRAAEAGYSRGKGKGKGGGKGGGGGGKGGGGGGKGGGGKGGGDGKGGGGGKG
GGGKGGGGGRGGGGNGYGKGGGGKAARV*                                                   
>Ehux_62783                                                                     
QKQWKLLASGLPRGIYVVAFASRTDLLRALVIGPPGTPYQDAVFVFDLQLPPEFPTQPPAVHYLSYGERINPNLYENGKV
CLSLLGTWTGRQSCELWNPQSSTVLQVLALVLCEQPYYNEAGYERQLGTSDGAHHARRYNEGALLLSLKSMTTTLRNSAP
PFDALVALHFAAASSRILARCASLLRLKGPLERAALGGGGKAAAVAPAPASDEAAAPDTSGAAASGPEGGDAVAAAGLKG
VLNAKPTLGFLHSLDRMVPPLRAAFEGAQRAGSSSA*                                           
>Ehux_434017                                                                    
MSGASSSSSSSSSSSAPKSPGKRREIDVMKLMMSDYDVTLVDDNPADMFVIFHGPADSPYAGGSWKVHVELPDGYPYKSP
SIGFCNRLFHPNVDEMSGSVCLDVINQTWSPMFDLLNVFEVFLPQLLLYPNAADPLNGEAAALLLREPEQYKAKIGEYVA
KYGQAAATAGSDDSDSEGGGESGEESSNGASTSGSASSSGAAAS*                                   
>Ehux_434068                                                                    
MSHAALKRLAKEYKELLASPIPSVSAVPNEDNALVWHANIAVPLEVDTSTLLVAPMHLVIQFKADYPASAPNAGFLVHWP
YRMGASSIGTEHDGAELKGAQIICLDILGNFGHHHREWAGQRGSGWSPAYSVSTLLLNLQALLLELDGSLSPREKRDLYQ
RARSYRCEIGDYEHSGEAPYPPLETETPTELAEATPLAATPVARCYFSLLTHEEATLGYGVYFEKGKPKSFGELISWSAF
HEQGLRQTSQKEPFTHWLPAFINPAHASESPQWAARMKASLAELAKATGGSGGFSPPLAVLPALINSMVVEINRGDKASA
IAFFEALSSFWRALHWCVTTDGTLRAEAVRTVQSFIEDRAARHKRAVPDVGCLLALATALVGEYDRAKFVDAYLDESFVR
CVMWWQGECRAEAAAVFRATAVSRGIFLFQLTVLREVIGDAPASTAEAMDASNGRVPERLDALQAAWKELTGSAEPASWD
AYAAATGCSPETRQRMGATTDAWIAECVKRAAEAGYSRGKGKGKGGGKGGGGGGKGGGGGGKGGGGKGGGDGKGGGGGKG
GGNGYGKGGGGKAARV*                                                               
>Ehux_55989                                                                     
VFVRHDEARLDTWRLVLSGPVDTPYAHGLFVFDVYAPPEYPSIPPLVHFETTGGGTVKFNPNLYADGKAAALARSHTRAA
ANATEKWDPAVSTLFQVAVSIQSQILVPHPCQNEPGYEGVAPDSAESREYNAKLRLYTMRHAMLGALRSPPAGFEDVAAA
HFASLRDRILDTCRGW                                                                
>Ehux_354118                                                                    
MKELARLRRDVEAARRTCVASATTAATQLAPETTGPTAGQGPLDSRLERICVEVARSRGITVREVPLVRKANLAMKALGL
PCDSLLADSLSLSTKIELMEGHLFYHVARSSSPPTAAAQEAASAPSPAPKAAVVEAEGVVDVAVDESDLMTWTVQMAMPR
DSPLGADLASYAAAVKGGGGSLAATAPLAATDAPATVTLEVEMPPNFPAAPPFVRVVAPRFAFHTGHVTVGGSVCMELLT
SAGWRPEYTLRSVLVQVRAAMIAGGGRLDPRRPQVPYSKDEARRAFWRVAQQHGWERPGSGH*                 
>Ehux_65168                                                                     
MRSRLPAEGAILVRHDEVRFDAMKAIIVGTAGTPYANGIFLFDIYFPSEYPSCPLQIFNCTTGGGTVEMNSNLYSDGKVC
LSLLGTSGSDGDKEARWNSETSSLVQVLLSIQAFILVPQPLANYPGVEKGTDAFQRRSDAFDQDLWLATVRHAMLAPLRH
PPLGFEEAVRTHFGLRRGVLRRQCLEWVRDANDAVQPRLASAVQELFALLDAL*                          
>Ehux_209196                                                                    
MLEHGAMRRLRKEAETASAVAGPHVKSEIRLDERDDKVILVGQMEGPQGSAYSGAVIGFELELDGYPYLPFSVRLTTPVL
HPLVCQQTGKVWMERCNWTAAISVHSLLVQLHAWLAAPEEISHEAAACWAEESHGEQASFAQHCASNPHAFLAAAWAAAE
PLRGRLWSPIEHVRASEEQRRRLPWLMWLGKILAERCLWEEREEYAFGQDIWLHHVIPQLLGNVPRALVNVER*      
>Ehux_57763                                                                     
VTMSSTVWCRVHESQMHLWRAMISGPEGTPYEGGLFIFDILCPNDYPNTAPKVNLRTTGAGSVRFNPNLYNCGKACLSPP
DDAPSLVCLSLLGTWQGDAGESWHAKTSTLLQVLMSVQALILVPDPFFNEPGYERIRGTPQGDSQS              
>Ehux_416101                                                                    
MIKLFSLKEEKAKEAAAGSSTAKVAPGLIRMQKDMSELTLDHGCKLAFPNGKEDLMNFELTIKATDGIYRNGKFVFKVTV
PSAYPHDPPKVQCLTTIYHPNIDMEGAVCLNILREDWKPVLTIQSVIMGLQFLILEPNPDDPLNKEAALHMTKNKQQFEQ



LVRQTFKGRQMRVGDKLYSFPCFE*                                                       
>Ehux_416247                                                                    
MAGQSGEVVIVPRNFVLLDELDKSEKAVGDMTCSYGLVQPDDIWLNHWNGSILGPTSSQVEGRILQLLIFCGKEYPKAAP
QVKFISKVNFPGIVSDTGVVDVPKVLSKVGASRQWDSKMRIETILKDIKKALTLPEYRKVLQPQDGAEYS*         
>Ehux_66742                                                                     
GFVARPRTTADGTQDPYHWDCVVPGKKGTMWERGNYPVHMSFPVDYPHEPPECKFGKAPGGEVLFHPNVYSDGTIYLRKL
SPDERLARAWTPETTIKQLLLDIQALLVHPRPPKDAGALRRAHGHRHIRNTACECS*                       
>Ehux_104211                                                                    
MVKMRTKIYHPNIDGQTGSVLLANWSPSVLVEKSIAQVVAELLANPMLGLTSPSEALNPKTAKTFLRDPCKFKQTAAEWA
LEPLLRIAKDGLSEEDMQSQATSLPWPRLVATTDDPFSHLLTPSQVVPTVVKLFANTDRSMRIPLLQTLPALMEHLSARV
INETVFGLASQTRHVSLGFADTSPVLRELTVKPMVAKSTVAKSLLTTSSREQVKSMVALAPKLSRGNMGQAHSLPPPLAD
KGARGAHTPPRSDLGDISRRLSVAGKIAVHLDASERERVLIPAFTRSLKDPFPPGRNAGLLSFSATQQYYKPIDAATRVL
AAVAPMVLDPEREASAAVGKPPGEASSADADAADDAVSKAADTVLKCGPMGGGPMGAAAPSGGNMMNFGSAAAKPPNAFD
SLDPLAMMAAGKPKKAGGAIAAKKSNDDWGDNPW*                                             
>Ehux_464866                                                                    
MSGLANSRLKEERRNFRKSRPFGFVAKPATLPDGSQDLMRWECVVPGKEGTLFEGGVFAMTMVFDSDYPQSPPKCSFDLI
DGKPLCHPNVYPSGKICLSIINPQGSDGGTWTPSTQIKVILLAIQTLLDEKEVNPLSPAQTDAYQLFTKDRVAWRKRVRE
QGGASGMSSLLGLLGSAAFALVAVYLASLVTVCHGPCGNKKDDVLYEMRSAACCSPSVQDCGNFLPGQGSTWLHGICKPT
APDFCNLLKPKSFFNGCSAAGTVQDAVDNAVDNFFGR*                                          
>Ehux_452424                                                                    
MQLAWQLVALVAAAGGVRLQRVALKPPPHASSRGTLRRPRPALLLRLRGGAEDGASDPSRAGVAAAALAALAVARVELPP
PARKRVLRDLRRLKASVDLGLFVDDAECLTDWVVRVTGANKTIYAGEIYRLRVRFSPEYPLRPPEVRFLRPAPVHEHIYS
DGKICLNILYGDWTPEMDVQSMCLSLVSMLSSATKKSRPPDNNQTVVLTQGQQAGSMQWDFHDDNC*             
>Ehux_357983                                                                    
MASKPCLLRLQKEYQRLNKEPVPNISAEPRPNNILEWHFVINGPASTPYAGGQYHGKLLFPSDYPYKPPAIMMLTPNGRF
NTNTRLCLSMSDFHPESWVPAWSVGTILNGVLSFMLESTPTVGSVEKSTAERQQLARASHAFNRKTALFREL        
>Ehux_47307                                                                     
SIARMTSELSDLGTASPSNGTGDGTGDVFVWRACVFGPQGTSHDGGIFYARLCFPDNYPWKPPAVSFTPPLPFHPNVDAF
GRWTCPDRLDGWNPSWNVVNVLKCLQAMLATPQPAFSVNPDACGAERSRRL                             
>Ehux_465646                                                                    
MHDRPPSDGSPASPAAAARAAADPVPLTLSDTRTTYDNFEVAGFGEDDGSLEDIPSSTDAFTAAGPGPSSAASDGLHVIE
VQKRHGANGAIAHARIACGSEVFAVGAMADRVCAISQSKQSWHVVAVASLDWLQILSDAALGPLIMEQGAYDVKYPGLDD
TIFRALRCLRASAAEEIEDQPEYAELVEDEHEHSEERCAWVPMPTPTLADEDPLTSLAARTGAALGVQMAVAAAMREGCG
CCAPGTWAFSFAASMSIDLCHRAWAISVERVYLHTRGWVESAAGELLGVQTFHKSGEACELLRSYAAVLMPAATLREVPA
EIGLEPFEPNGDGRSSIDLYGRSRWNDLASAYNPAFGMIEGDLHASDDRGGGGDMQPVLDRALVITIQGLLRDLPRTIDE
AVATKICPRRGCDVGDWRRRPEAEAERTAREAAQAEDDEHRERFWGGITSLRGGFAWPAAAAALSGPQSMPGVAWRPRGR
DEHGDEDRSEVRLVEVLVRSPMGRLVTNRFGGSRPLLHVVLVFRLVPTEGDDDDPCDPPELRVEGYLPDIVHMDLLASER
RLSRTDRGAWAKRLKALRNIRACLPAGGAQRDVKAYDGCGRRSPATMAEKRPRDGADGPQRASVLRELGELFVSSGGSSG
GLRTAELSEGGHVRSAWPLTLVDLDPESQRTRGPPAGKLRFEWRCEICPPRGSPYGGRWYRLAVRVPVGYPQEPPRLQML
SIMLHAEVEMRDPYEGTFDDTFYDALEARALLAACPACPGGGSSAEPPPEPTGAAGLRFGLGERVECKASGGWRAGSVVA
LRYREPSWPQGKTVPYQVLLDGGACVYAPLDESRVVRRVRGSPARPPSYSLRLLLDLLFASLCGPVSADPASVGAAAARV
RAAAAAGPEVPPAWLEPPPPEAGEEEGEEGEAEGEAAMALSAADGEGEGEGGFGGVLWRRLASRHLRQVRYENKYRSLAK
APRLFDLEAGFRREWLAPSFAAALEAYEASGDTGPLRGMLDEVSPGVYTFEMLSLPCCDALLDEVDAYEASGMPAMRPNS
MNNYGLLPRGATRGPRPQRTDRSRAADGLAAGAIGGRDGEIGRDARLGDAVDSLQARYVAPLGELLFGSEGASLDHHHAF
VVQYKAGQDLGLDMHTDACDVTLNVCLGRDFTGAGLTLCGLRGGEPPSRGGGDGRERTLRHVHAHTRGHAILHLGRQRHG
ADDIVTGERYNLILWNKSSHHRLSKDFLAKYRSRPPAAPGGEAASGGEEAAPPDLACLSYTHDDDYENYKPYPPGKKPKP
RGPGGG*                                                                         
>Ehux_417255                                                                    
MIKLFSLKEEKAKEAAAGSSTAKVAPGLIRMQKDMSELTLDHGCKLAFPNGKEDLMNFELTIKATDGIYRNGKFVFKVTV
PSAYPHDPPKVQCLTTIYHPNIDMEGAVCLNILREDWKPVLTIQSVIMGLQFLILEPNPDDPLNKEAALHMTKAALLFPR
GGLSGRCAAPPRFLHREVARCM*                                                         
>Ehux_454184                                                                    
MASPSLTSIIEEDVGEFVALASLAAARRLVLVAKTTRAPALRHIRTVLCRIESEEVNVNWIVAAAYDEPSLAFGHACQLA
GLPRWDALRRTPKEYSLVEWAVQKPAFEDAVKFAVRLPRILCAVSMTGGSLRQIIAVRHAILHLAEHIGCTLAVQARLQR
FDGAPADFARDRDELAAAIRDWTAQAAQADEPVTGSFSVLGLPRQRLRGFKPRTVEWARPIPAEGVVVGRAMTLALHRAC
GTLQRGELAAALRQEVTAALEPLAESGTASAASRLRARITGRALVHSALQLLQSRAAVPWSAYTGRDNAEAAEAEAAEAE
EEASTGGALVEEAPLCRLLRISPSPCGLGAGLLRLARGFLHGPNRSRSNHSLYALAVALEEMLLASADGRELQASTGAGS
SLSSRGTAPLRQAMQAIQFLQAPAGRAAAVHVCSPSCITSNLSRALLAELMHFHRHCAGSGVSAFPEDETRLHTWTAFVE
GPEGTPWQDRRVRCTLRFCPACCGGEWPNVAPKLIVNRPVPHHPNIDPCSGAVCMDLLRDRDAWSCAGGVRAILLSFRSL
LASPNTSDAASMPANLAAAADMLGRPEAYRETNETIALGMQWGTHARRPPAEASESPTL*                    
>Ehux_466615                                                                    
MMGAAMGAAPGAAMDAQRNERVFRNVRRLLPSSITDAEIRTVLAAYRHYPKPGGLAHTYLERKYGLAPGPVPALGAPPVP



APVPAPFGFRPGRLLRGCGLGPAERSYHAPAADLLSAARDDPLEPVLASLLEESFSARLASSTGVNDEERQTNGVAVSVN
PLYAAGSSLHAAFVAACRRNLSLEVEVVFHGTADRNVDAISENGLDPARRGQHGQSLGPGEYFARDPLISLSYCQWGGGF
RPGAGPTRMLIFAVLIDPRNDGVPAFAREDFGGSSPIVVVPEADHQLPIGVLTLRPGEEAMGQATSVVNALMRKAKAASD
AAAVAEKQASAAESFARVCQLLIREDLDAAAAAYQAAIASDAAVTSSWAHALSFYLRKYRLEPSLVQAMFPGVEGVEVDA
GGSSSGGLGSLGSASRTVSKRPFDGTVEELKASATAKRAEADAAHSRWRAASSRAASSAGSNPARAVPGRNARPAAVAST
AAATRRVTKELRQLARAEHGWTVELPDEANCYVWRVAMQPEPGTNLARELVDHARRTGESEAVQLEVAFSGDYPAAPPFV
RVVSPRFEFHTGHVTVGGSVCLETLTTSGWNSELSMEGVLLLVRSAFADGGGRLDPVRAHVPYAEREARAAFERVARAHG
WGA*                                                                            
>Ehux_47312                                                                     
SKRPHAECAAASATSDGGILATSIQGPVGSAFTGGVFQCVVHLPERFPEQPPMVKMRTKIYHPNIDGQTGSVLLANWSPS
VLVEKSIAQVVAELLANPMLGQTSPSEALNPKTAKTFLRDPRKFKQTAAEWVRLYA                        
>Ehux_57844                                                                     
TRRVEKELRDLPANPDVSSAGPILSIGPIGEDIMHWQATLAGPPGSPYQGGTFHLDIKIPNQYPWKPPAVAFVTRIFHPN
VGNFLSSGWSPALTVATTVMCIVSLMRTPCADVINVIRSDAGHAFLYERDKYMREARRWTIAYAGG              
>Ehux_440316                                                                    
MSQSNENIAPSVVMAVAKELRKLTNEPLEGIKVLLNEEDITNIVADIAGPVATPFHSGTFKVKLVLPSDYPASPPKGYFL
TKIYHPNISKAGEICVNTLKRDWKQARDRAEIHRLLPSAPSQDVGVGHVLQVVRCLLINPFPESALNEEAGKLFMEDYDQ
YFKKARARTARAQRRTQCRDARSAAAMMTEVHARVAGAAGAAGTSATGEGGPVEKRQKPIETKEAEKRRQEKKKSIKRL*
>Ehux_225985                                                                    
MVRFNPNLYSDGKVCLSLLGTWHGEGWTPPSASSSGSTLLQVLVSIQSIIMVPTPRASENTPAGEQRSREYNEDLRLQTM
RYAMRDMIKCPPAGFEAAAAAHFRRVNESVNSLISPFIHQAAVAAHFRRAYNELRAVLDALPEAGEPAAASASTSE*   
>Ehux_440897                                                                    
MSASGAFPAAAGTSSSKAGAPAPAASGQSVNKRLQSELMSLMMGGDAGISAFPDGDNIFQWTGTITGGAGTVYEGLTFKL
SLKFPTGYPYEAPAVTFNPPSCFHPNVDQYGNICLDILKEKWSAVYNVRTILLSIQSLLGDPNLDSPLNGHAASLWPNQA
DFKKALLKHKSSLPSGERRP*                                                           
>Ehux_71223                                                                     
MSGIARGRLQEERKLWRRDHPHGFVAKPRTNPDGTQDILHWDCVVPGKKDTIWGAGRYPVHMVFTDEYPSKPPECKFGKA
PNDKPLFHPNVYPSGKICLSLLDADKASPPPPPLLSLPPLPSQPPRSSPSRLSPLLPPTASQPLPSPTRDGSRRSPSNSC
CSAARAAHGPAAAGAFASAFSRPCLVGIQTLLDDPNVGDPAQEEPYRVYNNNRAEYERRVKEQARLFANM*         
>Ehux_429395                                                                    
MDTCLERLKNERKEWRKNRPVGFVAKPSENADGTNNMLVWRLKIPAKASSIWAPGLFSATMTFTSEYPARPPRVTFDRIG
GELLFHPNVYDDGGVCLSIINPPESTHGYGRGGTWLPTISIREVCLALQTFLDEPNLGSPASRAGGNRPYEACRRSREEY
ARLVKQQVGRAEVASG*                                                               
>Ehux_47957                                                                     
SCGQPAKTLASWTVALCGPAGTCYAGGIFLLSMEVPTNYPFRPPKLRFITPVYHPNVNMRTGEIDLDILGSQFSPTLTVL
HYVMSLSALLSAPTFD                                                                
>Ehux_429671                                                                    
MSDVNRIKKELKECSKDALMEKEVVWASLVSEANLLEWIGKLKGPVGTPYEGGVFIVDISLPSDYPFVPPKMKFRTRVWH
PNVSSQSGAICLDILKNEWSPALTIRTALISLQALLSAPEPDDPQDAEVAKQYKDQQQAFQQKAKFWTETYAVESKCEAD
TIAEMVEMGFPEEQCRNALKAAAGNKEAAVAALIGDI*                                          
>Ehux_429736                                                                    
MANKTCLARLRKELRSFDPPPFIRAAPLESNLQEWRYVLQAPKITQCNAGGALYHGKLRFPDDFPFKPPAIYMLTPNGRF
ETDRRLCLSISDFHPESWVPTWCVSVATILNGVLSFMLETAPTTGSVDTDLPTKLRYRDAAAAFNDRDPVFCKLFPQCKG
GALFTDVAAGTPGGGEEDEATGTTAASESSGRAAPSPGEPTGRRPLPPPTEALARCGLGGGSSGSGSGGGGGGGGGATGG
GATGGDAGGSGSGGGGGGGGLDGFGFGMCGESSADATGSAMEAVPPGKNASRNARKRAKERERRRLQATGVEPYPASSGN
DSGGLAEVESEGEEGA*                                                               
>Ehux_456752                                                                    
MSRSVKRIMSEAKELQECPAADFVAAPLDDNLFEWHFTLRGVAGTAFEGGRYHGRIMLPPEYPFKPPSIFLLTPNGRFET
GRKICLSVSAHHPESWQPAWGVRTILTALIAFFPTRADGALAGLDYSDVERRALAQRSLEWRYVVQFLRQALIDTEDSGS
EECGVNGH*                                                                       
>Ehux_234090                                                                    
MLLLGLVASSTVEGDKNVSEKSRLVLTACCTAIGQCPNPLEADVTQLRTQVAEIKSFGGSTHSIDGQFGGSIVSVESLKL
DFISFKDGDADVTFEALTTVNMLMYTPQSNSLPTTMENPTQKGLTSLSAPKLTHVTTNLYVTNVASLTSISFPSLQFVAG
FRFQNLDALTELDLSSLVVVGNGMANNEMGPEFDDLPVLQPSGLKLSTNWIIVRNYLGFRSVPNIDCTNNAGLNAINACC
PALHLKIEPFRKIAEAMSSSASRLMREERDVQNQTVPTIFAQPEETDIHHWRVPNPGTLSAPSPAPASAPQKASRAMIVG
PPGTPYCLGLFHFDMRFPQDYPNSAPKSLLHDAPYHNEPSFEKDDGSGDPQRYNHKILHETLRVGVCEVMEETLETRTIS
ANGVCPAFAHTRRQLFNMYHERYLSECERLSDEASAKDGARLEEGAPSISTHRPLLYTPLSLPPGAAFKMMPFECSSNGM
SGTFGWAKIKARLLKLHESLRAEIETWRRQGAEQTRLLRASHDASVNSCVHYLLQQEERIKREIPEGASIGADPDNAWVL
GSAA*                                                                           
>Ehux_457843                                                                    
MSRSVKRIMSEAKELQECPAADFVAAPLDDNLFEWHFTLRGVAGTAFEGGRYHGRIMLPPEYPFKPPSIFLLTPNGRFET
GRKICLSVSAHHPESWQPAWGVRTILTALIAFFPTRADGALAGAAVRLDYSDVERRALAQRSLEWR*             



>Ehux_458065                                                                    
MAATKRINKELQDLTKDPPSTCSAGPVGDDLFHWQSTIMGPKESPYEGGIFFLNINFPSDYPFKPPKVSICLDILQSQWS
PALTVSKVLLSVCSLLTDPNPDDPLVPEIARLYKQDRGKHDETAKEWTRKYAM*                          
>Ehux_444197                                                                    
MAATKRINKELQDLTKDPPSTCSAGPVGDDLFHWQSTIMGPKESPYEGGIFFLNINFPSDYPFKPPKVTFTTKIYHCNVN
SNGSICLDILQSQWSPALTVSKVLLSVCSLLTDPNPDDPLVPEIARLYKQDRGKHDETAKEWTRKYAM*           
>Ehux_240551                                                                    
MVNHRLLKEYKELAKQNDPEISLSLADEADINGWEARGTRGLRGPAGTPYEGGTFEIRLT*                   
>Ehux_445078                                                                    
MSTPARRRLMRDFKRMQTDPPEGVNGAPCDNDIMKWHAVIFGPDDTAWEDGTFKLSVEFTEEYPNKAPTVKFLTKMFHPN
IYADGSICLDILQNQWSPIYDISAILTSIQSLLCDPNPNSPANSEAARLYQENRREYERKVKEIVEQSWATEGDGE*   
>Ehux_244438                                                                    
MGSEWDPLLADDNSSGKVVRCVYSQTLNLTRDPPEGIFAMIDEHRATIVHALICGPRDTVYDGGFFYFLLRFPNDYPFSP
PKVRLMTTGGGSVHFNPNLYSCGKVCLSILGTWSGPAWTPVQNLTSVLLSIQSLLSTDPYYNEPGVPRNVVASEQYSDYV
RHETMRVAVLDMVGDTSLARSMPPKLLSVARSLFIAHFPVYRDTCEEHAKRNPEGAAFADPLGKTTGTFCWRGLGSRLAA
VGSRLGAANFEPDAERSERDAEGEGGGQGGSGSPSGGSGGEWLSQALTPRQRHASPGQPAVARLSA*             
>Ehux_370211                                                                    
MSQSNENIAPSVVMAVAKELRKLTNEPLEGIKVLLNEEDITNIVADIAGPVATPFHSGTFKVKLVLPSDYPASPPKGYFL
TKIYHPNISKAGEICVNTLKRDWKQDVGVGHVLQVVRCLLINPFPESALNEEAGKLFMEDYDQYFKKAAMMTEVHARVAG
AAGAAGTSATGEGGPVEKRQKPIETKEAEKRRQEKKKSIKRL*                                     
>Ehux_244872                                                                    
MLAKARPRAAIVTGGTRGVGRGICEALAASGFDLLMTYNTDATLAEKAAAELRSEYGCSAEHIGGDISLESTRDAIFAHY
DKTFAGSHALGAVVHNAGQYVGVTASKCEYRGPIPLGSFTSPGISATPYSDNLRYFSVIIQGPAGSPYEGGIFRWGHAVR
FLTKMYHPNIDKIGRICLDILKGK                                                        
>Ehux_459287                                                                    
MMDAQRNERVFRNVRRLLPSSITDAEIRTVLAAYRHYPKPGGLAHTYLERKYGLAPGPVPALGAPPVPAPVPAPFGFRPG
RLLRGCGLGPAERSYHAPAADLLSAARDDPLEPVLASLLEESFSARLASSTGVNDEERQTNGVAVSVNPLYAAGSSLHAA
FVAACRRNLSLEVEVVFHGTADRNVDAISENGLDPARRGQHGQSLGPGEYFARDPLISLSYCQWGGGFRPGAGPTRMLIF
AVLIDPRNDGVPAFAREDFGGSSPIVVVPEADHQLPIGVLTLRPGEEAMGQATSVVNALMRKAKAASDAAAVAEKQASAA
ESFARVCQLLIREDLDAAAAAYQAAIASDAAVTSSWAHALSFYLRKYRLEPSLVQAMFPGVEGVEVDAGGSSSGGLGSLG
SASRTVSKRPFDGTVEELKASATAKRAEADAAHSRWRAASSRAASSAGSNPARAVPGRNARPAAVASTAAATRRVTKELR
QLARAEHGWTVELPDEANCYVWRVAMQPEPGTNLARELVDHARRTGESEAVQLEVAFSGDYPAAPPFVRVVSPRFEFHTG
HVTVGGSVCLETLTTSGWNSELSMEGVLLLVRSAFADGGGRLDPVRAHVPYAEREARAAFERVARAHGWGA*        
>Ehux_471004                                                                    
MSGLANSRLKEERRNFRKSRPFGFVAKPATLPDGSQDLMRWECVVPGKEGTLFEGGVFAMTMVFDSDYPQSPPKCSFDLI
DGKPLCHPNVYPSGKICLSIINPQGSDGGTWTPSTQIKVILLAIQTLLDEKEVNPLSPAQTDAYQLFTKDRVAWRKRVRE
QLADSVVATDAAAEAGGAAEGVRPVATTFRTMIAAAKGGASGMSSLLGLLGSAAFALVAVYLASLVTVCHGPCGNKKDDV
LYEMRSAACCSPSVQDCGNFLPGQGSTWLHGICKPTAPDFCNRLKPKSFFNGCSAAGAFQDAVDDAVDNFFGR*      
>Ehux_317118                                                                    
MKELARLRRDVEAARRTCVASATTAATQLAPETTGPTAGQGPLDSRLLLADSLSLSTKIEMMEGHLFYHVARSSSAPTAA
AQEAASAPSPAPKAAVVEAEGVVDVAVDESDLMTWTVQMAMPRDSPLGADLASYAAAVRGGGGSLAATAPLAATDAPATV
TLEVEMPPNFPAAPPFVRVVAPRFAFHTGHVTVGGSVCTELLTSAGWRPEYTLRSVLVQVRAAMIAGGGRLDPRRPQVPY
SKDEARRAFWRVAQQHGWERPGSGH*                                                      
>Ehux_57828                                                                     
TRRVEKELRDLPANPDVSSAGPILSIGPIGEDIMHWQATLAGPPGSPYQGGTFHLDIKIPNQYPWKPPAVAFVTRIFHPN
VGNFLSSGWSPALTVATTVMCIVSLMRTPCADVINVVRSDAGHAFLYERDKYMREARRWTIAYAGG              
>Ehux_121756                                                                    
MSGIARGRLQEERKLWRRDHPHGFVAKPRTNPDGTQDILHWDCVVPGKKDTIWGAGRYPVHMVFTDEYPSKPPECKFGKA
PNDKPLFHPNVYPSGKICLSLLDADKASPPPPPLLYLPPLPSQPPRSSPSRLSPLLPPTASQPLPTSPLPSPTRDGSRRS
PSNSIQTLLDDPNVGDPAQEEPYRVYNNNRAEYERRVKEQARLFANM*                                
>Ehux_122356                                                                    
MSASTAQSSALRLMSDLKTMKQSPPEGVSASPMSEDNLFVWGGTVFGPDDTAWEGGIYSMRLTFTDQYPDKPPRVRFTSE
MVRGSVPARAVRSAAAARGGGECPGALPGPARPPSISPPPPPRPPQFHPNIYPDGTLCMDLIQDNWSPIYSVCSILIAIR
SLLTDPNCASPANPEAAHLYQTDKKQYGRRVRRVAEKSVGG*                                      
>Ehux_49106                                                                     
VRGFPADDSLLAWRCAVLGPADTPWEGRSVELLLRFCGPYPFAPPLLFVLWPRPFHPNVDDVTGAVCMDLLQEQWSSAGG
VFAVLMSFLSLLASPTLDDASAMPANVEAASMWRHAREDF                                        
>Ehux_78158                                                                     
MSTKPSTLRLMSDLKTMKQQPPEGVSASPLSDENLFVWGGTVFGPDDTPWEGGIFSMRLTFTEQYPDKPPRVRFTSEMFH
PNIYPDGTLCMDLIQDNWSPIYSVSSIFIAIRSLLTDPNCANPANPEAAHLYQTDKKAYNRKVRRVAEKSTG*       
>Ehux_78302                                                                     
MTELPWRVPLRRLQSELMSLMMGGDAGISAFPDGDNIFQWTGTITGGAGTVYEGLTFKLSLKFPTGYPYEAPAVTFNPPS



CFHPNVDQYGNICLDILKEKWSAVYNVRTILLSI                                              
>Ehux_50303                                                                     
FLTPVYHANIHCATGQICVDLLDSEWSPALTVDRVLVALQSLLADPISDSRCWEGDAQMHEILRLCRDDRSAYNRTAREW
TQRHA                                                                           
>Gthe_63988                                                                     
RLQRELKKLKEEPVAGVHATPLPSNMLEWHFVIEGPAGSPYQGGYYHGIIRFPQEYPYKPPSIRMLTPSGRFEPNQRICL
SMSDFHPETWNCMWSVSSILQGVVSFMLDSVPAIGTITTSESVKRQLARKSMRTNLKDKTFCELFSDLIEDWEAVNFVVL
LVLDAMQ*                                                                        
>Gthe_64372                                                                     
MSQRLLKEYKEAAQSKMKEKDIRLTCQENLYKWTAILQGPSGTPFEGGTFHVQLDVQENYPLQAPKARFITRIFHPNIHF
KTGEVCLDILKTAWTPAWTLQSVCRAIVALLSNAEADSPLNCDAGNLLRNNDVRGYNSMARMYTKLYASTPARD*     
>Gthe_84623                                                                     
MATNENISSSVLNRLIKEVKDYTKQPVSDVTLQVNEENVTDLRAEISGPAETPFHGGVFKIKLVFGPDFPSAPPKGFFIT
PIFHPNIAKNGEICVNTLKKDWKSDCKLGHILMVVRCLLIEPNPESALNEEAGRLFMEDYESYFQRAQLMTKIHATRESA
PTEKNIESIGGEKPSSISTAGKKEEKKKDDKKRSLKRL*                                         
>Gthe_101759                                                                    
MTSNENVSPSVLNRLIKEVQEYTKNPVSDIRLQVNEENVTDIRAELIGPEETPYHGGVFEIKLLFGPEFPAVPPKGFFLT
PIFHPNVSKSGEICVNTLKKDWKSDCKLSHILMVIRCLLIEPNPESALNEEAGRMFMEDYESYAQRAKLITGVHAMRNRD
GVVKQTVHVEPKESEDSITDNDVNSKVAKRSQVVKDKAIEKKRMDKKRSLKRL*                          
>Gthe_53908                                                                     
IWIRYDQDRPQYMRAAITGPSGTPYESGVFLFDLYFPPSYPLVPPKMLFLTTAHGTIRFNPNLYADGKVHQSKLTVERVG
EREEEMEQERGERAGLLRSLLLQVLISIQGMILGAPHPILNEPGLGGIAHVCDNAVRAYDERVQLATLQHAILGYIRKVP
DGFEEAVQLHFFMKKASIL                                                             
>Gthe_157123                                                                    
MSSQLNTNNPAIRRILSELKKLQADPSDDFEAHPVEENLFDWHFVLRGPSDTPFAGGLYHGRIILPSQYPHKPPEFMFLC
PQGRFEVGKKICLSISQHHPELWQPGWDIRTALTAIQSFMPTPGNGAIAALDYSDEERR*                    
>Gthe_92450                                                                     
MALKRISKELEDLRKDPPSDCSAGPVGDDLFHWQATIMGPRDSPYQDGCFSLRIQFPPDYPFRAPKLQFTTRIYHPNINE
SGGICLDILKDHWSPALTISKVLLSVLSLLTDPNPNDPLVPEAAHLYKTNIAKFNQVAAEWTRKFAM*            
>Gthe_150936                                                                    
MLNLLKLKQEKAEQKAGSSESAEGGSKAGGKIIPAAQRRVQKDLKNGIEKNSWCQMEFPDPDDIMNFNVTLMPDEGFWKG
GKFSFKFEIPSDYPHSPPKTLCTTKVFHPNIDLEGKVCLNILRDEWKPVLDIGAVINGLFFLFLEPNPQDPLNKEAAELM
KDNLPAFKQAVQRSLRPGFGGYSSYGRY*                                                   
>Gthe_44246                                                                     
SLPSSPAAAIFLLVDETRMDVAQVAISGPTGSPYALGLFLFDVFFPDLYPDVPPLLLLRTTGNGLVRFNPNLYSDGKVCL
SLLGTWHGEAWNPSSSTFLQVLVSIQSLILVDQPYFNEPGYELQKSSPEGRRRSREYNDTIRLNTVRYAMLEHLRNPPMG
FEDLVRAHFKELRNFVLGECRRWARESLSSDIRREL                                            
>Gthe_93049                                                                     
MSSQVIVPRNFVLLEELEKGEKGVGDGSVSYGLADGNDNTLTTWNGMIVGPHGSQLEGRILSLVITCGERYPDESPKVRF
QSRVNLNFVDQHNGAVDSRSVSILSHWNRSCTMEKLLQELRREMCSSHNRRLPQPPDGAMF*                  
>Gthe_157376                                                                    
MAAGGKRGGMKRLRQVAVNEKNIFEWHYLLEGPKETPYDGGWYHGKLIFPPEYPFAPPGIMMHTPSGRFETNMRLCLSMS
DYHPESWQPSWSVATVLQGLLSFMTGKEMTTGAIETSDEEKKALALRSMEHNLRNPVFIRMFPDAEERERRRR*      
>Gthe_136110                                                                    
MDAMKRKNDGIWLKPVSEEDLLTWQGLVLGPALSPYAFGFFSFSIKFPAEYPSCAPVVHFLTTNGGKTRFNPNLYADGKV
CLSILGTWRGESGELWSSVQNCHSVMVSIQSLLDDEPYHNEPGFEKQRSVSFDSFVTSLEGSAKASRDYNLKITHETVRV
AVCDVLEEILNRSEVEEAANGFCDIIKWHFLLYCSRYLEIVDQHAEVEGEFEIMEFEYQRNWMSGSFNFKELRSRILLIK
ESLVKELVQWQREGVESSKHQSFACQHILSAFEVLDTKLIACISLKYCTDHIYIFQKWSKLSNAGISAAPREANKFVWDV
TIMGDLDGGWYENGMYQLEITFPPNFPDCMPRPRFQTQMFHPQIDEDGFPFLSVSMTDSKNVQAIISDVHSLLKNPPSPD
PRTWVNKKAADMYFGGDQEEFKRTVRRYAQRSMEQSKKIRDG*                                     
>Gthe_159513                                                                    
MSLWSVDHCQLLLACFLSLALLPGLLAMAPAANSPTRLRSSQILRMQLRELQENPSELFSAGLVDDSNMLEWNICISGPP
DSLYEGGIFSARLSFPENYPDKPPSMKFLTPIWHPNVYSNGDVCISILHAPGEDATNPQELASMRWNPVHTVETIVLSVI
SMLSDPTDDSPANVEAAVELRNNFNLYKQHVSKCVADSLEM*                                      
>Gthe_69388                                                                     
PIHPHIYTNGHICLSIIYDDWSPALGVEAVCHSMISMMSSAKEKEPPADNEMHLDAGQSGSAKKVNALLGSC*       
>Gthe_69605                                                                     
RLAVRSLPPGIHVKVSEERMDLLRAIIHGPTKTPYEDGLYAFDILLSPDYPTVPPSVFFFSFGDRLNPNLYTDGKVCLSL
LGTWDGEGVEKWNAETSNVLQVLGLVLVPEPYYNEAGYDKQIGTLEGKHNSQEYNESALLLVLKHMLNMLRAPVPSFEGL
IKSHFKERRDRILSRWLLVLPPSAS*                                                      
>Gthe_61095                                                                     
VRVDESRPELIKAMITGPEDTPYANGCFEFDILLPSDYPNAPPRVKHLTITGTSDKFNPNLYENGYVCLSLLGTWDRPSW



IAEKSTVLQVLVSIQGLVFVKEPYYNEPGTEQSTYTQSSSQHYNRSVGFHTLNRAICHQILNPPADFRDVVFQHF     
>Gthe_39945                                                                     
AQPKGENIYEWEGFVNGPEGTPYEGGRFKFEMKFPAEYPFKPPKLNFTTKVLHPNITDDGKVCLDVISEGWNPAVSLRQI
ILSLHTLFTDPNPSNPLVPEV                                                           
>Gthe_96105                                                                     
MSGPSQSRAALLLHQQLKDLVKKPPEFFSAGLSDDSNIYEWDICITGPPDTLYEGGIFNAKLKFPESYPDRPPKMKFITP
IWHPNVYPNGDVCISILHEPGEDATNPQESASMRWNPIHTVETIVISVISMLSDPTDESPANLDAAKELRDDYATYKKKV
ARCVARSLDGE*                                                                    
>Gthe_75159                                                                     
MALKRINKELADLQKDPPSNCSAGPVGDDLFQWQATIMGPSDSPYAGGVYFLNIHFPADYPFKPPKLQFTTRIYHPNINA
NGSICLDILKDQWSPALTISKVLLSLSSLLTDPNPDDPLVPEIAQIYKTDREKYINTAKEWTRKYAM*            
>Gthe_154068                                                                    
MTTPARRRLMRDFKRLQTDPPTGISGAPSVENIMQWSAVIFGPDDTPWEGGTFKLTLTFTEDYPNKAPVVKFVTKMFHPN
IYADGAICLDILQNQWSPIYDISAILTSIQSLLTDPNPQSPANSEASKLYVENKGEYNRRVKAIVEESWKA*        
>Gthe_154189                                                                    
MDLKRLKKESVELQEPIEKCGVTASPIKEDLSHWKGYILGPDDTAYAGGKFEIDIVLTSSYPFEPPKMKFNTKIWHPNVS
SQTGAICLDILKKEWSPALTIKTALISVQALLAAPEPDDPQDAVVAQEYKSSIEKFKATAKLWTERYAKEGSMESIQPLL
DMGFSEEQAKDALLEARGDVQAAVEKLLSGA*                                                
>Gthe_154208                                                                    
MSQNAATLRLMSDLREMQKDAPEGASAAPLSEENIFVWTATIFGPADTPWEGGIFSLRMTFCDQYPDKPPKVRFTTKVFH
PNVYQDGTLCLDIIQNKWSPSYTVSSVLTSIQSLLTDPNCGSPANPEAAELFLQDRKAYNKRVRRLTEESLGGA*     
>Gthe_75848                                                                     
EPPPGISAWPRGEQIHLLEAVVQGPAGTPYEGGAFKLEISVPDRYPFEPPKVRFMTPIYHPNIDSGGRICLDILNMPPKG
QWKPALNLSTVLTSIQLLISEPNPDDGLMPEITQEYKQNRLRFEAKARESTKKHVSVRRIVVLYDLNVAVRLLIEETSR*
>Gthe_76402                                                                     
MEDDILDWHFVLLGAPESPFARGLYHGRIQLDRDYPMKPPRVIFLTQSGRFELGTPLCLSITSHHAECWQ          
>Gthe_158551                                                                    
MASGDSANACKRLQKELMTLMMSQDEGISAFPDVDNILNWKATIQGTEGTPYEGLAYELSLVFPSNYPCAPPTVKFITPC
FHPNVDVYGSICLDILQDKWSAVYDVRTTLLSLRSLLGEPNNDSPLNSLAASMWKKQDENFRKQVLKQHAEGNTQNADPN
R*                                                                              
>Gthe_158581                                                                    
MSSPSKRREMDLMKLMMSDHEVQMVKDNMSEFNVKFNGPKDTPYEGGTWKVHVELPVNYPYKSPSIGFVNRMYHPNVDEM
SGSVCLDVINQSWSPIFDQCFRSILPQLLTYPNPTDPLNGEAAALMIRDPEKYASKIKEYVQMYATDIRFEDEEEEEEEE
EDDDKEDSGMDSNDNDDDDEPAGKMDED*                                                   
>Gthe_97471                                                                     
MKAASMRLKNLLLLLSLPLVLSSSPSPTDLVRLSSSRLRGALRRAVQEEETCIQRLIPLRGGANPTGESTKRIFQDTRKL
QMSSFKVIVTNEKTMREFSVLFHGPKDTAYESGVWKVNVELPVEYPYKSPSIGFANKIFHPNIDLQSGSVCLDVINQTWK
PMFDLVNIFEVFLPQLLTYPNPSDPLNADAAALSMKDPQTYHSKIRMFIDKYCQGVEEEFMKALPSEQQSTNRHVAANPE
SLWKESSSEESSSGDE*                                                               
>Gthe_160227                                                                    
MSAGKDKKNSYGALTPAAKRIQKELAEISLDPPCNCSAGPKGENLFEWVSTIMGPANSPYAGGVFFLDINFSQDYPFKPP
KITFRTKIYHCNINSAGAICLDILKDNWSPALTISKVLLSICSLLTDANPNDPLVGNIAQQYLSDREEHDKIAAEWTKKY
AT*                                                                             
>Gthe_155732                                                                    
MAGIARSRLTEERRSWRKDHPVGFFARLDQNPDGSMNLMRWKCGVPGKENTIWAGGLFDITMEFSEDYPHKPPKCRFPAG
FFHPNVYPSGTVCLSILNEDEAWKPGITIKQILLGIQDLLDSPNPLSPAQEDAYRTYMNNRQEYERRVRSLVLQYPPDRL
LRLGE*                                                                          
>Gthe_147269                                                                    
MAVSSRIQKETQRMLQKPDPGISATPHEDNLRYFNVIIAGPQDSAYDGGVYKLELFLPEEYPMTPPKVRFLTKIYHPNVD
RLGRICLDILKDKWSPALQIRTVLISIQALMSAPNPDDPLNNEAAEHWKRNEKEALDMAKSWNRQYAMN*          
>Gthe_156286                                                                    
MQSSSGSNPSQVAARNCRRLQRELADLITGGIFHVEEGAAGSTRWVVKIRGAEGTFYHGEVFRLQFVFPPEYPIEAPEVV
FLHPAPIHPHIYSNGHICLSILYDGGWSPALKVESVCLSILSMLSSAEAKRPPEDNDNYVRTCSSSPKKTRWVFHDNKA*
>Ngru_XP_002682798                                                              
MLSNNNKQDRVLKRLMKDLKEIQMNPLETVYAEPFKGDLFKWYATVLAPKTSKYRGIILLLEIDFPLDYPNKPPTINCLT
RLHHSHVFGSWICLDILES                                                             
>Ngru_XP_002682701                                                              
MSTNTAEPPTEVTGTKTGGVEQVSPNKTTQSGSSSVVNKSHHGIKRIMSEMRELQKNPSPEYEAHPLEDNLFEWHFTIAG
PKESAFEGGIYHGRIILPPEYPHKPPDIVLLTPSGRFEVNTKICLSLTSYHPESWTPQWGIRTVLIALQGFFPTEAKGIG
SIDYPDSVRKRMANQSRKWKCDVCGTCNDEVLKTPQVVASSSSNNTNSNTTTATITTNNTSETIQTSTSIIEESTCEEKR
CCNNTDHTHHHYENKVVSRGGPTPQPATTTKPSVQKSGESNTKTVPKKSTVWILDLLIVLVAILISYIVYIRYSSSGRR 
>Ngru_XP_002682447                                                              



MSKGMVVMDEGILPRSFRLLEELEKGEKGIGDGTVSYGLQNGDDITLTNWDGTIIGPSGTAFEGRIFTVNIVCGDRYPEI
APTVRFVSKVNMSCVGLRGEILLNEFPLLGSQWNSNYDIAQILTGLRREMSSPKNKKNSQPPEYSTY             
>Ngru_XP_002682171                                                              
MNVATTRLKKELQLIKKNPMEHIECCPLENNIFEWHFVIHSLPYDPYKGGIYHGKIVFPPDYPYKPPGVEMITPNGRFKT
NTPICMSNTNFHKESWNPLWNLDSILKGFLSFFLENDSTYGSMSTTPEEKKKLALMSCEVNLKNHNFVKLFPDMVDLAKK
TIKEQEEKIVHVKASETSVESNSGKSVWDMTSILVLIIVLLIVLYVSM                                
>Ngru_XP_002681983                                                              
MSKQRRILNEVAEANKNNHPKIKFEISQENLHGWNCSFKGPDNTPYQDLQFEGTLCLPNDFPSSRPTFVFSSKTIPYHIN
VDDSGVASVSLQWTPTLTGIVFVESVINMLETPQPTCSNFMLRSQNDSSEFITKLLQIIKLEKNHDLSFMDGELETRISC
TNCGDIDQYVSPFIGQKVCVPYSQPLNSLLESFFLVSEPCSQCSGTFSTSQFFKGTIPHWLLFQFYYTEASTRVELDENE
LVCSLSVKEGECAEYDIKAMTLRCGGDLKYGHYVSAVFFNKGVRFLDGIFGLANQRHSS                     
>Ngru_XP_002681982                                                              
MSSSRLRRIKNDLTEVQQNASLPPLLTFTQTENSSIILFSFNLDETSSLYAGANFQIEVSFPENYPHKPPSFTFKHTVPY
HFLVDQINGKVIGLSKLSTWSMLFTLQSIFSDLYSKFVNEPSQEDAEQCGVNEDMITEYRNTPQIYREKARNSVRKLQLT
VIENPLDSNEMKDEESTESNETIHEVVVDENNLQPSNPILEQPLDSRFVNSSNHHKIVSHEDEWNYEYGLYHLNMRYGNY
NQ                                                                              
>Ngru_XP_002681637                                                              
MSSSAIVTSPSKAASKQAPSNAQSTTKRLQSELMNLMMSKTAGITAFPEEGNMLKWTGTLKGCEGTCYDGQSYKLSLSFS
NDYPFKVPVVKFITPIYHPNVDQFGNICLDILKDKWSATYNVRTILISIQSLMNDPNIEDPLNGEAAQNYADPVEFKRLV
DLTYQKKQ                                                                        
>Ngru_XP_002681482                                                              
MASKRIMKEYNEIQKANQADLVLQPDENNIYLWYAKCIGPKGTCYEDGVFELKIQVPKEYPISAPKVEFITKIFHPNVHF
ESGEICMDILKDKWSPVWTLLNVCRAIVSMMSNPKEGSDSPLNCDAGNLIRNNDDRGFNSMAKMYTKLYATEKNLFCRYN
Q                                                                               
>Ngru_XP_002681155                                                              
PQEGIWDGRVYNFLIKFPHTYPVEPPKVKCLTPLFHPAIHPNSGEVCLPILLQNEWKSCFVISTILMSIRALLC      
>Ngru_XP_002680813                                                              
MSNLPRRIIKETQKLMSEPITGITATPTEENMRYFSVSIEGPPQTPYEGGIFKLELFLPDDYPMAPPKVRFLTKIYHPNI
DKLGRICLDILKDKWSPALQIRTLLLSIQALLSAPNPDDPLANDVAEEWKKDQNTALNTAKEWTIRYAK           
>Ngru_XP_002680128                                                              
MSQAGAAQRPLKEFNKLKTKPVDGCTVDLVGDDIKHWKIIIGGPSGTPYEGGKFEFDCVLPENYPFNPPKFTAKTRVYHP
NFDAEGGICLEVLKADGWKPTLNLEAVIIAIQELMKNPNTASPLDADAAEAYVNDRSKFDKTAREYTKKHAK        
>Ngru_XP_002679950                                                              
LPPNTLQRVTKEIFDLQKNKIDGIEILTYDPVRNVDLLSDLSEIYASIDGPQGTPFEGGKFTIKLVLDHEFPNKPPKGYF
VTKIFHPNVSTREGEICVNTLKRDWKSTLGFRHVLMVIRCLMIEPNPDSALNAEAGRLIQDNYEGYSNKAKMFTDIYAK 
>Ngru_XP_002679196                                                              
MSKSPSSAVKRLMRDWKEVLDYPLEYIYAQPYPIMNNGQVEGYDMYNWFATLLVPESVSTCTAISLTLTFNDNYPIVPPN
VKCLSVIAHPHVFGSYICLDMLSVPYKYNGTWDSWSAWSSTYSVLSILLQLESFLLDKYLYSKFSVIKNAEYKELIEMGH
DPKNAKFWPWAPHWGSINSQIPTALKSSNEIGNTQILRTKSSKSKKININGSSTATLDVIQSEWKGASSTLEVLSSLKSN
DNQFKGEKSSKTNTSIVMINGKPMEKITNTFGEVVLTQNQVMESLRHRASLLNVKPTEIVSYKDLKFNHRLDIMKLPPEI
IREIFSYLDFSDLKSGVEQTCHYLKGIASSKAIIQERELICFHSKVTFKEDTLGIGLNVEVKPNGYVDNISSPMDLVSRN
AFYNDNAVKSAWGIETKFWIPIFINKKHADFELFKSSVKAIYNAHPSITKEKSKTYSDLFNSPEVYIDLICKIMNSMIVD
LMKGEVHASIKYLQGYLYFHRWLLYILEIFPFTTNAIERKVKNFVNREHLRNKYNCPNLGEFLILLSVLGPANLNWDSVK
YAIVEETCTRNVLWAVKMFPELANLSIEQPKRIEKTWKANMVSCKLLMFHVFFLKTVIEKEHAGRSLDEVARLYDLNFGL
SPETQDGQDLEELVQVAIFKNNNAQDFEEFLEYVGLDEQLNSREKILTFLEYCVKTSEQRRYHKVPPNK           
>Ngru_XP_002678718                                                              
MSSSANQPFVIDPSTIVVSDNETDLDETIKSEVLLWYQSFKSLKNATRQMIERSHLNPLLKVPRKELLNVMVNLNLLELN
TQEKIIMFDLNDSIFSVIYPETYKPMEGEGLLVTSDDPVLEKVVAKANRFIQRDSVSMTSPSIAISVLLSKIIEIFITKS
FNELTPGVVNATDDLFASKLDELDKGASKLLISSDDEDDDEDDDEDFIQTPTPQKVNISEKNIFDVQEEKDMSELIAKLQ
KMSQDEEFTMFTNAWGSLAGYVEYNLSAKSKLLTELKFINSLNGRNGWKVELVDENIFVWTVHLYNFPTSSTIASGLRSF
QEKFNIGNGDIVLEVRFANYPEEPPHIRVVSPRIQYLTGLVQFDGSLCVDFLTRNNWAENRCLSMESIFSKIKSSLIEND
ACIDLRTFKPYDVKAALNSYVRHTRDQVIQSGTKFNEKYYIFSSAFSKRCFDVKVNLSALEKGNKVLLPPEAADKIFNDP
NVEFPLIFEIQTKHSRVYCGVSEFTSPSNNIVVPEWMFKSLFITEGAKVSIRCVKLLPASYIKIQPHSKTFYNIENYKQV
LETTLSRYSCVAEGQSLQVYDESDKIHMIEIMETQPSTAVSVLAESSGFMEVEIDFVPALDLYDPSELTEMQQQEQQKRL
QKKEKQKLDFTNKTLKEREEKRQKLQELLATIGKDTKTVLFKIKFPDGSSVSQKFPVTASCSTLYDFVECIQEKDLWRPL
PYTTSSDLQIATTYPKIDIPCNQTLSFESARITGQAAVVVTQQDRFPPENQ                             
>Ngru_XP_002678018                                                              
MNSSSSKALPSSALKRITRDLKEIQSNPLETVYAEPFQGDMFHWYATVLAPKTSKYHGIIVVLDIKFPKDYPNEPPQIAC
LTQLHHSHVFGGWICLDMLKAHYFDDIPYMGWSTSYSCLSILLQLQSFLLEEEDRQERYIQSDIDASRKYVNSTTGHNPT
KGTIYPCAPYWNVSEILASKYVPQPVKAVVLKKDKPVVKPVPKKETPKTVEPKVETKPVEPKTIAETKPVETKPEPKAVP
VNTNAWDIPFQYVDPTKVVAKKEEQPKPSQDEAKDPNYIGKNKKKKLNRLKKVQEKMEKKKSAVESSTIIETASPAQPSK
NLIAVSMLKKTPEPKKHLKDLPNELILHTLSYLNIIELKRVEQSSKYLYDLCEHKFLSTARELVCFHSKETFNEDTLGVG



LSFETKKDGTIASISTPLDLLSHTSFYKENVRKSVWGRCFSHWIPVFINRKHGNFEILKQSVMKIQIAYPSISSSESLDN
ATIYIELMCKLMNTMVVEIMKGNTHASIKALYGYMYFHRWLIYLIEKFPQALDRLKYQVNQFKNSESARLKSSCPNLGEF
LPKLSVLGPSKLTWNSIKTSVVEETSIRNALWVIKMHPGLARFNEMDSERCIKSWEANQVSCKLIMFHVFFLRNIVEEYS
DLSLEEFGRLYDTNFGCPPKTKSGELLEDVLQREVFKIQNVSSFKQYFDYVGIGTLYDNSSIAKYLRDCVNTSARRGYHS
SYGGGNNNSYYKRR                                                                  
>Ngru_XP_002677706                                                              
MKSKSSISDFLSKRIQKELYIFNSDPPPQCKAKPQSESNLKKWLAIIEGPEGTPYQGGFFHLSIDFPDDYPFKAPTIKFL
TKIYHCNISKRGNICLDTLKDTWNPSLTISKVLLSILSLLSEPNPSDPLEAKIAKEYLENRKQHDKNAVVS         
>Ngru_XP_002677215                                                              
MSTPVKRRLIKDFKKMSTDPPQGISATPLDSNIMEWNAVIFGPEDTPWEGGTFKLSISFNEDYPNKPPKVKFLTKMFHPN
IYNDGQICLDILQNQWSPIYDVAAILTSIQSLLTDPNPNSPANSEAARLYTENRKLYERRVKEMVETSWQDDDDEEEE  
>Ngru_XP_002677138                                                              
AAKRLLEDLKQLNRQSELKYISAQPLSNNLFEWHCNLYGNEESMYKECCYHFIIKFPKDYPHNPPQIEACSDLLHPQVYN
RKVCLELTQQKEGTEENADGWSCSYTVFSILMQLQSFLFD                                        
>Ngru_XP_002677115                                                              
MVSASTTRAKNRLLRDLKEIENNPLETVYAQPLPNDIFHWYATVLAPKESRYHGIILNLSIVFPETYPKDPPKVVCSTRI
HHHHVFPTWICLDMLRTHFS                                                            
>Ngru_XP_002676620                                                              
MSNSGSSSKLRLLSDLQQIQKDPPEGITASPESDNDLYVWNATITGPMDSIWEGGIFFLRLTFPTDYPSKPPKVKFTSKI
FHPNVYKDGSICLDIVQDKWSPIYTVDSILTSILSLLEDPNPDSPANPEAAKLFVNDKKEYRKRVRKCVESLLE      
>Ngru_XP_002676022                                                              
MSGQSALRLAKELKELQKNPVEGFSAGLKEDSNMYEWDILIVGPPETLYEGGMFRAIMTFPEDYPNSPPKLQFTTPIWHP
NIYSDGKVKTERWLPIHSVESILISVISMLSVPNDESPANLDAAKQWREDKEGYKKKVKRLVNDSIENFY          
>Ngru_XP_002675424                                                              
MALKRIAKELNDLQKDPPQNCSAGPVNDDLFHWQATIMGPADSPYQGGVFFLNVHFPTDYPFKPPKVQFVTKIYHPNINS
NGSICLDILTKEWSPALTISKVLLSISSLLTDANPDDPLVQDIAQQYRTNRKQFELTAAEWTRKFAQ             
>Ngru_XP_002675420                                                              
MSSIARKRVMEERKNWRKDHPYGFWARPQQQEDGTTNVMVWNCGIPGKPGTIWEGGEYRLDIEFPDEYPDKPPKCKFVPP
LFHPNIFPSGTVCLSILNEDKDWKPSLTVKQLLLGIQELLDNPNEKDPAQAEPFHLYVTNREEYNRRVKLLAAKSKPTQ 
>Ngru_XP_002674333                                                              
MTSPGKFIGSPTKRREMDIMKLMMSNYKVQMNDNHAEFFVKFYGPKDTNYEGGVWKVRVTIPENYPFKSPSIGFANTIYH
PNCILDVINQTWSPMFDLINIFDKAAAFLMRDAEAYKKKVRDYVEKYAKEENIKFESQDDDSDEQDEEQDALSSASEGLD
ENDLAEFEL                                                                       
>Ngru_XP_002673580                                                              
MFAKARIQKEKEQQSGTPQATQGVTGIIASGGGRSTGYQIRVQKDLDELEKKWSDNLKIDDANKLNKMTLVLVPDDGIWK
AHPHEFEINIPNEYPIKPPKVICKTKVWHPNIDQNGAVCLNILRADWKPVLNLNAIFTGLHFLFLEPNPDDPLDVDAAKH
YVDQPEDFKRKAKNYMKGTYY                                                           
>Ngru_XP_002672063                                                              
MSTNFSQGFLVRMKGELKLLKNQPPHGIAAYPKNEDRIDILEAKIQGTQGTPYEGGEFVLEITLPNNYPHHPPNVRFITK
IYHPNFDSGGRICLDLLNMPPKGAWKPSINISTLLASIKLLMDEPNGDDGLMADITEQFRNNRQLFEKIAKEWTKKYAIT
SFVTTDSSEQTKEEENNAKPPVESNDKSSEKEKKVRKINDSSSSDDDDSSSSSEDEEEGLFHKKMKKRKL          
>Ngru_XP_002671639                                                              
MSNSSNSSNSTAATPHSRALKRLSKDFIEIQNNPLDTVYAEPFENNLFHWYATLLAPQSSKYYGIIISLEITFPNDYPHS
PPTVKCLTPLYHSHVYRQFICLDMLETHHSEEPYMGWSSSYSCLSILLQLQAFLLEEEHLHQSHIEKDIKGSRATRVQET
GHWPQEGKIYPMAPHWNVEEVFNSGLKKRKFESQDESEQALKKILIEKLDESSIVGIRNSTNSLTKTMISFEDFPNEILI
HIFSYLSFIDLKRVETVCKAFQHACDCKYLTYSRELICFHSKSSYKEETLGIGLWIELKNDETIKEIKTPLDFISESSFF
HEEVYKSVWGQPIHGWIPLFINQTHAKFSVFKNSLSFLLEYYPKLLTPNRNGQIDLDSAEPYVELLCKLMNNMVVEIMKG
VTHASIKALYGYLYFHRWLIYLMENFPNSLDNIKKQVQNFINDEKFRTKNACPNIGEFLPKLTILGPSGFTWDSIKSAVV
DETGTRNALWVVKKHPKLSNIHSDQNNYERCQKSWEENMVSCKLIMFHVFFLRNVVEAYGDLPLSELGRMYDINFGAPPK
TKSDESLEDVLQREVFKIQKVSSFEEYFEYVGFNNEFSSATTIAQYLRNCVKKSEQKGYHTNKNSNRNNHSSSSNNNYRG
NNHRNNDNYHGNNNRNYDNYGNGRNGYSGNNRRY                                              
>Ngru_XP_002671509                                                              
MSLKAEAEKFINNPKENSFSWTLKSNSTDEKIIVIVDSEVDAEDNPYFSVTKNGDSFKVTSQYYLLEEVGDVKFVKSLSD
YCGSGKRSLTDILQKATALYKEVESALLGDEDGGDEEPEEVEIDIGDDMDDDPIQPVTHQSSGGYDPEFEEMKKKFKKPT
GASEGCVNCIMKEYMKIKQANTEKFGISANPVNDDLFHWEIRFFNFDIKEDGKIAKDLQEYKKKNGIDYITLDLTFPLEF
PFKPPFIRVLKPRFAFRTGHVTIGGSICMELLTSSGWSSVCSLESIFVQIRSEMVAGEAQLDFSNTSPYSEHEAKEAFFR
VAQRYGWEK                                                                       
>Ngru_XP_002670723                                                              
MAQRRVMKDLTTLQQVPIEGLTAGPIGDDVFSWNGYIDGPVDTPYEDGVFKVKITFPTDYPFTAPRLSFVTPIYHPNVNS
DGKVCLSILDKDWNPSVNISQVLMTVQLLLKEPNPESAVLPSIGKQYEDDREAFNKEARKHTQEHAKKKTEEENKEETQE
KEEK                                                                            
>Ngru_XP_002670394                                                              



MYAKRIQKEIQKLGSGVGIDIFINQPINNLETIYCTLHGARNTIYSGEQYLLKFTFSNDYPLQSPEVVFVPPHVPLHEHV
YTNGHICLNILYDGWTPVMNIQSVCMSIQSMLSSATQKKKPIDNDTYVMSCSHSPKNTRWNFHDDKV             
>Ngru_XP_002669363                                                              
MSQHQKIKPNARSKANSDPNSYKHCKTSPILALKRLYSEFKYIQENPLSHVSACPAPIKKKKALDNLKIMNIYREMNFQV
DDERDFMMWHVNIRGNSDTMYDGVVFHAVIKFSENYPMEAPTIRLCTRMEHPNVVDSDRICLDFLEEWKPIYSVHSILMQ
LQTFLYDGADVTRVLSNIQDPKTFEEKKEEYLSAQEWSMSHAKAYVNRKVGHSNHLPSPPFVSREEDDGFKRMNCKVEKV
LANSDSVCFFTKTSDLVGYGINCKKRNAKSLEICSIYCSLDILSLRAFMNYNVRGMSREKTSFTHWIPILTETNDEIHIK
KVLHVTKSSLANLSSSHSKKIDFSPEQVIEILPRLMSNCLLQMVDQREKTTNAFMACLRFFRLMIEAIKEIPEISELINS
SIDSFIRSEERSKEKVGDLLNFVMLIPFSKFDWKDLYDIYVREFLTRYVKNILKSYKEIADFQCAEVTDDDRVSYSFKSI
RKRLKELTLHIYFIQIFSDFNSIESISKFMNENCGILPYQSIDSFIEKLNQIEKMNDFKTFFKLLNEMSSLHVFETHDSV
IELLKSCIQSSLQKGYHGKPPTNFRKHIVLEDLPKLTSEQEWKIACNSKWRISKLPYYLKEMKDAWMQLYLQKSMSRTLR
EMAERNNFILLSGMISRYSKCKCLETCWFNGCQDVLTKILSSLPISTIILKHWNIEYQEKDKGADFETFFYSIKSDYSRR
ALIESLIFHDSKITGSDLSSFYINFPSLKILDFSNNKIGDNGVSYLADFLKKLKNCPNLTYLDLSHCDIGERGTQRIGDS
LLAKKNLKTFKFTGNKSPPALFSIAHSLSYSPSIENNIFTGICMFENIGSFKY                           
>Ngru_XP_002669340                                                              
MYNNNNNSSFYSSGTGFVPPTQGYSYQQPPPINTQPPINNMNSSFSNLPKTSYYSGTTTTTTADQAQRIRQLQADSIIKR
FHNAKIVSTLDNNVLDVPITLKNGQQITFRVLMQQAFPQQPPLITTLCTIKHANVDLSGYVVHPQLRQWTQQSSLGDVLT
IVFRDFINTPPNYISDELPKNHITKTTANIGMITPPIGSTPPPGLNQTSPLMFNQPPINQPPMTSSTYPPNNTIPSMTNP
MTNSMTSTVPTNTQPTFQDSSCMIPLPNIPTNFSEISLLEGVDAVQKLLDSEELFKQFIENLSFTREAKNIYQDLRNANM
DIAKRSVEKDEQINNTLKEQITQKKAEVDRLLDQVQFLQNKQQQLSQRYAPTQLLIMLNEKIDEVDNESEQVGDLFLDSP
TAEPHQVKEFIDKYLEKRTLYYLRRQKRDRFKDTYIK                                           
>Ngru_XP_002668983                                                              
MFSKERIQKEKEQKKSCPKEVTARVPGYQLRIQQELENLDKEWLDHLVIADTNKLDKMTITIVPSEGIWKNHPHEFELII
PHEYPHKAPNIICKTRIWHPNIDENGLVDLNLRYLFKPTMGLKDFFVGVLFLMLEPNPLDPQNYKAGRQFLDEPEGFKQK
ANNYMKGIYQ                                                                      
>Ngru_XP_002668951                                                              
MSSSSSARILINQLKKMQKEPVEGFTVELIDESDVYKWRFFIKGPSDTPFENGIYVGTIDFPEDYPFSPPVLTFVSEFWH
PNVYTDGKVCISILHPPGEDEMSGERPEERWNPTQTPETILLSVISMLSDPNFSSPANVDASVEWRNNKKGFLDRCKKLA
EKANNSLPLGFAMPEPFRYKPEPQTPQNLDDEDFEFEIDEDEVMDDDDDDDLEGLTEEELAQLEEDD             
>Tvag_XP_001580347                                                              
MREIKLLELNKNPDIYATTKDGNNRYLDAWVRGPPGSPYEHGVFKLEIFLPDKYPFDPPKCRFLTKVYHPNIDKLGRICL
DVLKKNWSPAQTLITILLSIQSLLGDPNPSDPLDLEVANQWLMDTEKAKQIAKEWTEKYAHN                  
>Tvag_XP_001326460                                                              
MNDENDAPIRTVYRLIKESQAIDNYWVIEHSLLDLNKSGVVSSDFGHFNCILYPKLKLNGVSFKLELIVTGNSLPTVRFE
KPLFHPYVDENRYLCLPLTSNCKLDIQKDPLKDILEYIRRVFILQERSEKDECYNATALKEYNEDQDKFFAKLSEQGSSF
>Tvag_XP_001324250                                                              
MSKSEKKKKLSPAELRILKDLETADTLTGIAIKFPDPDDVKHFLIRIHPSEGIWKNGNFDFEFTMTDEYPFERPAVQCKT
KLWHPNIQLYGPVCLNILREKYTPAIPLSNLILGIQYLFLEPNPNDPLNVEAAEEFTKDNIKFRVHAHDYMLHYCPAKAN
FD                                                                              
>Tvag_XP_001317762                                                              
MTGSRASAQLILARQFKEISHNSTNMFSAGLIDNDVFKWRVTVFGPAGTPYEGGYYPAVLNFPDDYPNNPPTMKFICPMF
HPNIKNTGEVCISILHPPGKDQYEYEDKSERWLPIHTVESIIISVLSMLSDPNPESPMNIEAAKIYKNDIDEYKKRVRKT
AEDSLQYCAQ                                                                      
>Tvag_XP_001317547                                                              
MAEEEEVLYIEYEEEDEESSSSVEIEFDTNTTPSFHRVLTDSDITRMAMNDIKKKYNGSSNSSVDERIVRDFYTISKRHP
KELGFTVLPYNNDIHVWEVRLWSFDKDTPIYKDMQIFEAKTGRNYIELRVSFPPNYPIHPPFIRVVYPRCTGERVLNGGA
FCISALTLTKEDGWSPIYDFEDLLSSILVEMRSQTVSDPLRINFENDTPYSVQEAISTYRRLAGIHGWTAVIKGYTPQ  
>Tvag_XP_001582377                                                              
MALRRIQKELQEISRDPPCNCSAGPEGPDLFHWTGTIVGPPDTPYESGVFMLDIQFPPDYPFKPPHIIFKTRVYHPNISP
RGAICLDILKDKWAPALTISKVLLSICSLLNDANPDDPLVPDIARQYKADKAAFERDAREWTRKYAT             
>Tvag_XP_001326923                                                              
MNDKNNAVRKVLGVRHKANQAQVRLNKDLDEAVSEGIKLSFPEANNIQKFIVLIQPATGHWRAGKFEFEFTIPDDWPITK
PDIKILTRVWHPNIDENGAVCLSILRDNYLATLSISQFVAGLQYLFIEPNPNSPLNTEAATMFKNEPAKFQETVDDYIEK
YCPK                                                                            
>Tvag_XP_001323882                                                              
MNAAQRRILRDFKKIQQEKQKNYVVTPHPNDIFNWDAVLFGPDQTEWEGSTFRMTYSFPDDYPHTCPTVKFVDIPFHPNI
YQNGNICIDILQANWCNAYDVSSIMTSILSLLVAPNPHSPANNEAAELYVKNKPEYIRRVKLSFPNTNK           
>Tvag_XP_001313898                                                              
MNSDKRIMMEVRKMATNLPPGISITQNPENTHHFFVVIDGPPSTPFEGGKFKLELFLTDKYPIEPPKAHMLTKIYHPNID
KLGRICLDILKTEWTPVMNIETTVLSIQSLMCEPCLEDPLETQICQHYVTDRKGAEETAREWTKLYAKDV          
>Tvag_XP_001330055                                                              
MSEAVRKLIKYYKQLKKDIDNGSIDGLIAQPMKDNVLHWTAVIFGPQGTDWADGIFELEMVFKDDFPRSAPEVKFITPVY



HPNVYRDGKICLDMLQNKWTPAYDISAILNSIRSLFDDPNPASPANGEAAEAFQNNRPKYNEKVQQCVRESIRLWKEKHP
NN                                                                              
>Tvag_XP_001313641                                                              
MTTDARRRLLHDFRKLKNDPQQGLSASPESDNIMSWNAVIFGPEGTSWEDGVFKLTLKFTEEYPHVPPSVKFTTPIFHPN
VYRNGSICLDILQNNWSPAYDISAVLTSIQSLLTDPNPNSPANAEAAQLYKENRPEYIHRVRQCVEDSWTQ         
>Tvag_XP_001301033                                                              
MITLRPEVAKRMMQEFRKLSKAELGGIKIKMNEDNLSEVQATIEGPAETPFEGGEFDIKLEIGEEFPQKPPKGYFLTKIF
HPNISDAGAICVSTLSSDWTEDMGLDHLLLSIKCLLLQPNPSSALNEEAGRLFSENYEDYCSRAKLMTQVYAMKGGQQKA
AKPAAEKARKRIKRL                                                                 
>Tvag_XP_001330081                                                              
MKIKKFSLKNLITSTSPEIRFLTVPRHPNITIDGSISIDILRSRHNSNVTIYFALLAIRNLLSKPNFDSTQNMEVYDAVE
TLSNKIEAITYNNFKLEVLPNIKEEVPENASINFGVGKTVKPKCVPI                                 
>Tvag_XP_001305183                                                              
MNAAQRRILRDFKKIQNDKTKNYVVTPDPQNIYHWDAVLFGPEDTVWEGANFRMQFDFSEDYPHTCPEVKFVDIPFHPNI
YQNGSICIDILQQNWSNAYDAAAIMTSIISLLVLPNPHSPANNEAGELYVKNTNEYNRRVKLSFPNYNK           
>Tvag_XP_001294128                                                              
MDPSRRLMKEFQNILKDPPPGITASPTEGNIFEWNAVIVGVDETLWEDAVLKVKMKYPKDYPAHPPFCTFITKVFHPNVF
PTTQEICLDILRRNWSPAYNVSAILLSIQQLLTEPNPAANANPEACQLYIHNRSEYEHRVRQCVEDSWAQD         
>Tvag_XP_001583658                                                              
MQSGASERLLLQDFRACLQQVRKGVLVQPSVANTFQWQVTMMPNNGIYKDQILTYLIIFDNFPASVPKIVFQPGIVHPLI
YPQTRVFDTSEMFKEWNVSVRVYTLINYIYDSFIEILIPGNREVPNPEAASKMRRGGDAYAKKLIEQLPPPPSPTELSEL
NVPKNWNKQKERIAHILSSSHK                                                          
>Tvag_XP_001330196                                                              
MPDISITFNRQTVSWYYSDDWTVSKLCNDIQSKLNLSNQIYLGLYGSVLDPNTYVLDTTLVQDIITVLDHNFLPTINLPD
DYEGDPPKGHFRVYSTVTYESLTKGIFMPVSPDLDFDSQRAHIIQEIEKTYNIQDIDVIVYLPGAIPYLRGTINDFFSIY
TAAKKVLYITVVSKSVSTFRGLSLPSYYHSVKANICAITNDQQKFCISPLNNLPEDTVVLGSALMGLLCVTDYRILQKII
GWFENNTKYAPCIIALHDIQKKALIRYHHIITITTTLFAIVKNIYNTTSINYSQILDFFKYVDHHSQSSPSRVTMNIAPF
LNTSTGRYFFLNFSDYESISTYNSDFSRCFATTIKRSLPEVKDLNSSQSQIFREFKIIEAISNPNPMIIRGNNTFLLSLG
TCYKQQDSKSIVSQKQIQYIDPKEGEIKVEVIDTMAEALRSKGVVIDTPSETQQINIICIDTSGSMGGTSLEIAKQCFKI
IVNRAYEVGPLSLWGLYIFDTTPKIILPLSPIPNEFHRAVDTIRAWGCTALYRCIELAQDEINAKVRQKPEFKNAIKRII
ALTDGGDNEYHYKTNNHMQELADIANGLVRDGIVFDYIELGDDPEYPPQNIAINSGGCYLQFSDRDFIKKGNRQIDITKI
RRIFESDGFFNLTLRQFGPVKGNCVDRDMTVKHSPISIVPVKNFNYKQEELETLKKSIYLLEQKPEITQLENEILLNMKD
CAIHFESQINKNFYFFIKKPSPNDEDKQFGKYWNVYMRTKKDSPYGANKWLKLAVIIPNGFPVTAPEIRFLSVPLHPNIT
ADGSINIDVLRTRHNSNVTIFFALLSIRNMLSKPDFKNIQNMDVLERITPSVDLISIIRNSSFSEVSLPAYNEDSSVIVK
LGRARTVKPKFCDPFSFTRMEHPVKASSGNYFEKQALIYKLSQSNGNLNDPINGQKIQDVKNTPEDLQFLGFIREYMKKY
NVE                                                                             
>Tvag_XP_001328898                                                              
MSFNANNTTIKRLLSEMRKLQSEPDPSFVAGPVSDDDLFVWHFTIKGTPDSPFQGGIYHGKIVFPHNYPITPPDIYFFTP
NGRFETNKKLCLSFTSYHPESWNPGWDVRTVLTSVIAFMPTKAEGAIGGYDAPDADRKKLAIESRSWKCKECSLHLDPDD
LPTDKPVEEKPAENQEVTDENTHQEEAQPVETPVNTEPEQPEIKEEVEAPHVEETNTEDQTATEEQNVDEGKLENNQITE
NEPQKLEEIPEDEGKVELDFAQLADANEEAPQPHAEEQNQPNPVKPAQEKQENADGINFETLKSGTISKKGSFYPCLDIP
ILIVFILMIFLILNSYSKHNLLQF                                                        
>Tvag_XP_001325994                                                              
MTEEEEVIYVEYEEEDSSSSSVELDFGPTTVSVGPRVVSDEEIQKMAMNQLKKDYQVNMNSATDDRIVRDYYTISRRKPS
ELGFSVKPYMNDIRTWEVHLFGFDKKDPIYADIQKYKKQTGKDYIELRVSFPPDYPNRPPFLRVISPRCVSHGGRVTLGG
AICVSALTLTNQNGWSPIYDFESLFMNIIAEMLNCEPPLRIDFNNDTPYSTREAIDSFMRLTSDHGWKAPQFNWQPK   
>Tvag_XP_001324881                                                              
MSQKRKLLAAELRLQKDFALLDDYRGIKVVFPKSDDLLHFNIRIKPTRGIWKDHNFDLKFDVPEEFPIAPPHVTLLTKIW
HPNIDEEGNICLNIIKGDYNPTITILQIIQGIELIFVTPNPYSPLNNAAAEMLIHDESGFREKVEEYMEEFCPCD     
>Tvag_XP_001320314                                                              
MSYQSGQRQNKPDFATLRLMKDFEDIDTLHSIYVHFPDPNYLKYFIVRVQPESGLWELGQFDFEFRIPDEFPFQRPRVKC
LTKIFHPNIDEEGSVCLSILREAYNPTVSIPFLIAGIQYLFTEPEPNDPLNKEAAQQMINDFALFKTNVDKYVCLYCTNM
DPLENYEPNYDNNSI                                                                 
>Tvag_XP_001320037                                                              
MPDIKIDFADSQITWFYADTWTVEQLCKDIQQKIDIKNKIQLGLFGSVLQPDMQLLDAVLVTDSLSILDENGESTIQIPE
GFEPDPPHGQYKVFTTCSYESLYKGELMKLDQNLEFNQQRQEIISIIKERYNKDNIDVLIYLPGAILYTTGTIADFYDCH
PSAKKKLYVTVISTKISEYARLSIPSYYSEVNPNPCCISDPQKIFSVSVVHELDQTQRIFGGAVLGLLCNTDADILEKSI
GWFEKNLRFSPCIISLFEMQSRSQVRYHHILSLVATLFTIVETIFKSTTNIWERVLDLLKYIDSQSINSPSRVSIVRQPF
LNDSAGSYFLKNIQYFQIYDHVCKYSSDFSKSMSFIKDMECPTVNEINQSQSRIFRVFTVTDAITNPHPMIFLGNGAHLL
SLGTSYMDKSQNQIVSKKLVKVIDPREGEPRDKPLDEFAQQLREQKIKIETPSEVKQINIICIDTSGSMGGTKIQIAKTC
FKVIVNRAYEVGPSSLWGLYTFNSTPERKLKLSPIPADFHTQVDKLGVSGCTALYYCIIAAMNEINEKVKSDSSYKNALK
RIIALTDGGDNTYSHNTARGIADLTKQLIDNGIYLDYIELGNVGDMKLPRNMAYYTGGDYLKFTSDIFQSSSSRVDIRKI



RSVFESDGFFNLTLRKFNAVKKGVENLSTIMLEDRSPIMKIPVKNFNYMDKDLMTLTTAIYEIEQKDSITTLEKEILTNL
QDCAAHFNSQKLESKKFHIFVAKNTEFRNWNLYLRAKKDSPYGPNKWLKLAVIIPEGFPVTSPEIRFLTVPRHPNITIDG
SINIDVLRSRHNSNVTIYFALLAIRNLLSKPNFDSIQNMEVFDAVENLSNKIDAITDKNFKGEVLPNIKDDVPENAAINF
GVGKTVKPEFCDPFTFRWMREPVLASSGNYFDKGPLLTKIKQSNSALIDPLNGKPITIDEQAQVDKIMLGNIREYMVKHF
GAKNVPI                                                                         
>Tvag_XP_001319435                                                              
MQDQASFAIQRLTEERSRWRKDHPAGFIARPIKQRNGNLDLFNWECLIPGPEKSLWEGGFYRLLLSFPTSYPINAPIAKF
DPIVPHVNVFPSGKVCLSILTDGWKPSINLRQILVGIQKLLIEPNPESPAHQVNYDNYMMNRPLYDANIKECAKMHTKNT
LD                                                                              
>Tvag_XP_001314917                                                              
MAKRIQMEFKLLNEKSPGSATAEFIDNNINKWKVTLPGPAGTAYEGYKPFLEVELPAKYPFEKPSIKFSPSIYHPNVDDE
KLIGNFCWGEDYKTQMHIFEIIQTAADILKNPNNASPINIKAAQEYTENYAQFVKTCKAKLASTHGKH            
>Tvag_XP_001309871                                                              
MDCLYVEFDPQNPPVSWHVDDSWTFADLIKDISNQLGMRDNINIALYGSRLEPNMVIGTSILETDIIQIRDKDMKPLTIR
KEIFDSIDKLQPDQYRIFYTESFTSITKGFVISLSDKILKQDYRETIKFIRSEIQKHSDIEEYAIIVKLPSGIIYREGSL
FEFFDAYPQAKHHIYVDLVNTDNYEVDIGDILTEEIDEICDTTDLLKTSFSPMKELDDIEYEYAAVVYGLLSNSNSDIID
KIISWCEIFTRYSPALVGLYDIKNKLSIKYHQIVSISNVLITIIHDIFGQNDMTVWSHVLMLFNYIESQNMQFTNKFKIY
YAPFIRDKSKSYFLNHYDTLNHLTTYNLDFTDQYLLSNSKLFLPTSGDLQKAKEMTFQVFSVIDLNEKGRVCIFKTDDGM
NLYLKPKYDKSSKDFEKIALIINPRTGSQEEIDIAKTASIQNSENKGHSRNEVKQINIICCDLSRSMENSNKLKNAKKVI
SILAKNVFEFGIGTMWGLINFSSTVKTVLPLTAIASEFSMAVNEDSELGDDTKLFEAIKVASETITSKSEYFDNVYKRIV
VVTDGIDNDNHYKSDESLQKLTKILTDNKIILDVIFIDESDSRAAVMSQATGGLAFFFKGSEQNLMESVFSSDGFYDLSL
RKYGKVTVPDKYSIDFKNFATGVNLRDSEISSNEEVLTLEQAISRIDKKEKELEKNFEKLSSTLFAIRQQMKDICCQKEF
IDWVDVFVNKNDFSHWNIFLKTEENSIYEEKWFKLSLHFVDSYPLSAPQLRFIHQIPHPNVSLDGTIQLKKLRGGYDSTI
TVFSILRSLRNMLTSPVIPNCINNVVRKCMNDKGKLNWTRISLIYNDYVYYETREEFMNEIKLSNENVKVDIGRIITFDE
DLEDPFTHRLIELPVRAPNGRYFDMNILQFQIKKSENAHIVDPRTGEIIDFSNLSLMKLDQPCQLRIGEYKQHYHLH   
>Tvag_XP_001307887                                                              
MKLEEVIADIKNCLGLVNKPWAIEFDESSQDYVYKCAIIGGSGTPIWGSVFYFTIQLDSSDINHLPTVTFAPGLNHPLID
SSNGIFHQQQDICINAYSTSMEKYLDTIYSLLILDIPLTNPFNSDVYQSYQNNPSKFWMLLHHQANTVLENPTSTD    
>Tvag_XP_001306234                                                              
MSKEFEAEIAKYEDEDNFSVEPDEDGNAYHYEIIYTPPEESDYAEGIYHLKCEVLANYPNAMPKITFANSIYHPNIDNEG
GICKGYFDGCKTLKQMIDVIDDLLTNPQFEDVLRQDCRDTYNKNPQLFHDIAKQEARKLSGQ                  
>Tvag_XP_001304791                                                              
MESFASQCLLLEFQACVEQLPKEIVVQPSIRTMRQWQVCMTPNNGFYNGKIIIYNIYLENYPNNIPDVIFQSGIVHPLIN
PHSTNFASQLLINEWNRYTRIYELIQAIYNSFVEIPQLKQVPNPEAYNILKSPDAKNTILGQLKTPSAAENHEHNEPKKW
TPQKEKLCHVLYD                                                                   
>Tvag_XP_001583928                                                              
MANARRIASDYKLITTQPPDGVRLISQKSLLEWEVEIDGPKETIWENGHFRLTVNFPSEYPFKAPSVKFITKIYHPNISS
TGGICLDLLIDKWLPSYNVASLLVSIRSFLDDPNPEHGLNSEALEMFRNNKDGYKRTVRQYINSYANGTQ          
>Tvag_XP_001578934                                                              
MVEPPRNFRLLDELETGEKDQDMPAGISFGLEDYSDMTLTNWIGTIFGMPKTCYDGRVYTIKIVCGPDYPKVAPKVNFVT
KINLPFVDKNGHIKPAQFPLLGNWNSSTTILKILTEIYETMKKNPQLPQPSDGTF                         
>Tvag_XP_001314666                                                              
MNSIVRKELEQYADDEALQFSIDAEDDQNLRVTLSPPENTPYEDGIFFLSMNIPAQYPASPPSIKFETKIYHPNINENGQ
ICLDQLKNEWKPTYTLKHAIEFIIFLLQNPNWDSPLMPQIGAEYAQDPKLFEQKAREWTAKYAC                
>Tvag_XP_001329270                                                              
MFSHWRVTIIGQSGTRFSDCILPAELIFPEDFPMRPPMMKFLCPMFHPNIGEDGKVCISILHEQKDDPTNEQEQLNEKWL
PVHTIETIVISVICMLGDPNPQSPLNVKANRVFIQNKDEFWKTFRDYCNRGREYAGVH                      
>Tvag_XP_001329161                                                              
MNDIEALLHSQFLELERTPGVESIEMTPDIYRWTVVIAGFTGSPYEGGVFPLLFDFSDGFPDKLPKIMFICPMFHPNVDS
LGFIRLDNFEDPVLQGINICGIVSFIHSIM                                                  
>Tvag_XP_001328908                                                              
MSASRGGRGGAVRSDRTLNILGKKANMASELRLSSDLDNFKENVCRGKNDPVFVLVNKNDIMNFVVRIKPSDGYWAGYNF
DFLFATPDNFPYIPPKVLCLTKIWHPNIDEDGNVCLSTLRGETYLASTSIHAHYVALGFLLKNPNPSDPLDANIADEMLD
ESTKDNFPIHVKEYCEKYCPKDSDPYTMPSKEVLEAARNFSEK                                     
>Tvag_XP_001326049                                                              
MSDEDIPIESSNNEDPEDDEVVLDDADNMDIQVPEAENYQVQVVQNVEPKDEVLTELKEKYKPSNAGELRLIQDLKSIKS
MPAKDLGFSAEPYQGHLSTWEIHLFGFEPKDSIYPDIQKYKQLTGRDYVQFMVHFPPDYPIRPPFVRVVQPRFKFHTGRV
TIGGSICADILTMNGWNPSYDVSSCFSNIFAEIFSQNPQIDFLNMTPYSKEEAYNAYIRVAREHGWKPSDFSPK      
>Tvag_XP_001320822                                                              
MSKLTREQKIALEKKNLRRNKPADVNIEWIPAKEGENEKMRFTLKGPEDSMYKEDIFVVEIEFQPEYPQSAPRTTMLTKI
FHPNIDTDGTICINAIRGGYFPGQSLVQIIEEVKMALKDPNPDDYLNREAAQLMKSDIEQFKLVVSRQIQKNIEERNSTA
>Tvag_XP_001320008                                                              



MTDTRAHQRVAKEIERMGHNPPLGILMWPLSDSLENLEASIEGLKDTPYEGGEFHLSITIPPKYPNVPPTIKFKTPIYHP
NIDSSGRICLDFLKPQPQGKWTATVSLEMLLTQIQQLMAEPNPNDPLDTKIAQEFTENKAKFLETAKKWTDVHAKPNSIT
KGNEAAIEMDISD                                                                   
>Tvag_XP_001314810                                                              
MTYEVPRNFRLLEELEVGEKEQDLPAGISFGLEDPSDATLTNWIGSIIGHPQTAFSNRLISIRISCGQKYPKQAPFVKFI
TKVNLPFVDPNGGIILEKFPTLGHWHSETTILKILTDIAVLMKKYGLTPQPPEGSTY                       
>Tvag_XP_001313136                                                              
MASLARKIGNELKAIQENPNPNYTFSVVGDDITHLRGIIHGPADSPYAGGNFTINISVPPEFPLRAPAVTFGTKIYHPNV
NPEGNICLSLLKNEWSPKVKIMDILEQVYLLISAPDPIDALNTEIAAEYKDNHDEYVRKAKQWTQEFAHE          
>Tvag_XP_001312571                                                              
MTGAKRLMSELKKIQKDNDGLFVAGPISDDDIFLWHFTVKGPKDTPFEGGIYHGTLTFPLNYPLAPPDITFLTPNGRFAT
DTRLCLSFTSYHPEQWNPGWDIRTALTALIAFFPTNPEGAIGGIYTDPVSVRKLAKASREWKCTKCSLHIDPDPLPEEKT
EEPKEPEENEDHCHDHEHPEEEELHHDENDNQEQPNNENENNISQETPIEEEPVQENPSQNELAQEKPEDNVKNQDEINN
QVSSPESLENTSQENIIPDSEANSNGNVQEKRTPFEILTTVITDIPSDIKAETETQIGASDLFNNNIVVKVVNEQNTNSD
NAENSHVIRFNPLTDVAFVILIVFLVFSFIRL                                                
>Tvag_XP_001311800                                                              
MNAKRIQMEFKSLNEKSPGRATAEFVEDNINNWNISFPGPAGTPYEGFRIKLHLTLPAKYPHQAPDVRFSPPIFHPNVDE
NGDICWGEDHYKASMHILDIVQIIIDMLKNPNIEKVRDMEAGKLYAENRPQFDKIVKQKLASTHSKL             
>Tvag_XP_001310926                                                              
MRDAQRILKELRQQKKDNSDEIWLESEEEDIRHWYGMIKAPEDTAFAGHYFKLDIVLKDGYPIEPPQAKFITKIFHPNIS
FKDGTICLDILKTEWTPAWTINSLCTAIRLLLSHPEPDSPLNTLAGNLLRYNDQIGYDSMAKFYADTYAPIKNTMKEAAN
NE                                                                              
>Tvag_XP_001294992                                                              
MTAARKAISDYRMLKAMNLQNINARPNENDVLHWYALFYGFESTPWEDGVFSVDIQLPQDYPNSHPVSIRFTTPIIHPNV
DANGNVCHNILFNEWDPSYNIYTILISIYLLIIEPNTNEPANPEIAQLYTNNNAEYNRMVHECVENSWLTTKQPDAE   
>Glam_XP_001709540                                                              
MSQSYTRRILGDMRRMSEYNGIFATVDPNNISLCDAVVIGPSSTIWEHGVFRLKVTFTNNYPAEPPAVRFLSSIYHPNVY
KDGKICLDILTKKEWKPVYDLGTVLTSIRSLLCDPNPKDPANCDAAYEYIYDRHLYEMKVRECVRNSWLNPYDVYKKEE 
>Glam_XP_001709114                                                              
MNVVYRRISHELKLISMAGETYFRVYLDPSNMLNVHFTFLGPSDSPFSKGLYHGIIHLPQDYPHKPPEIVFLTSSGRFET
NRYICTSFTSFHPESWNPTWGIRNIIIGLRSLFDEETPGSIGSITASPEVREKYALDSHSFTCRVCGCSHADLVSVLHES
PVSTQEPADHNSSQTPPTTDTVVPGDVAVEACTDMSVSNEPSQDQEQEQEQITEAHSQDVLDEKPEKLPTEPFSVDDPSH
APQMPSDYNTLSFSSLALAAISRGLLRATQSMSPEDHQPEETQGLDLLAHLVAGASIPSSVFKLVSHLRENAEAICAGVQ
PHSN                                                                            
>Glam_XP_001708758                                                              
MENRLRNEYRNVNKMKDALAKEGITIFPTASDNLSAWTISILTKDKDSPYSGQTHTISVKIPRDYPLSPPECNFTTPMFH
PNVKFANGEICLNILTKDDWSPAISLISLAQSIAGLCSAPNTDSPLNCDASNLVKNGDVRAVRCICQYYYKGEYTKVK  
>Glam_XP_001708612                                                              
MTTRAQRHLAREFQAYERDPIPGVSIGLKGDSLFLWTLMLQGPPGTLFEGGLFRAELRFPDNYPDQPPKFVFITDIFHPN
IYSDGSVCISILHPPGPDPHQYETAAERWLPVHTVSSIILSVISLLSDPNCKSPANVDAAKLYTDDYPMYKKRVLTCVRR
SMEE                                                                            
>Glam_XP_001707570                                                              
MSSKTQKSSPTESQIIINRKLLWEQKNPDPYYKLRLTNSGDLYRIHFSCRGPKGTVFEGGIYHGVLVLPPSFPFKPPDLM
MITPSGRFEINKKICFSYTSYHPETWSPALNFKHIIIGFLSLFNEYSESAIGMITTMDRPTIDRYKEANMKFTCSECGMC
HSSILRELEELEKSKGC                                                               
>Glam_XP_001705864                                                              
MQLAFKTRNSVKMANHKRIHATKNCWNSKMAQKRIQKELKEFQKDPPMNCSGGPVGDDISVWRACILGPKDSPYESGIFY
LNICFPSDYPFKPPKVTFETKIFHPNISEDGVICLDILKKEWSPVLTIAKILLSICSLLDDPNPDDPLNSAAARLLKTDK
ENYIRTVKKYTLDYASKK                                                              
>Glam_XP_001704644                                                              
MSRAIERLNEERKHIKRELPPGFFSKPLPKKTGTTVLPNELDLFRWICGVPGKKGTIWEGCTLRVYMFFPEDYPIAPPKV
QFDPTLFHPNVYPSGSVCLSILSYEWKPSITIKEILLGLQVLLDEPNLQSPAQHEAFQLRREDLTAYNKRIRAIVEENPS
SEFERRVKNIVMSGEFRTCPRPPPKNDDIAID                                                
>Glam_XP_001708409                                                              
MSYETATPRFADSGRIRRRGDLLAGLAEYILSFFMEPTAEFLSEGARTERLLRELHLLSREAGVILTLPSSGYINTFYVT
MKVSKGAYLGRQLTFMVDVPHKWPQIPPRFLCGYRRMFHPNVSSDGRVCLNLLRDDYEPSYTLVSLLMAILCVVEEPGLE
HPLNLDAAKAVERGEWEKIVSAHLQHEQGINTFPLPDEQPVAQA                                    
>Glam_XP_001705543                                                              
MSVRPQHPQIIQRHILKELRKTTPGVRLFMLKNNDLLELHFSVAGPKDTIYDNGIYHGRILLDMAHPTKPPNIQMITPSG
RFETNRNICFSYTSFHPESWSPIITFTDIIVGFTSLFSDEAEGGIGLIKNVDKIAAKQYASDSRTFTCSACGADHTTLQL
E                                                                               
>Glam_XP_001705167                                                              



MPPADSNATAQKRLILDYKAIASSPPENIIASPYKDDLFRWAAIIIGPSQTPWEGAVIRLELKFTSEYPTKPPAVKVLTK
MFHPNIFNNGNICLDLLSTKWTPALGVSAILLSIQSLLTDPNPMSPANNEAAALFVNDRHTYNLRVSMCTRNSWEDVKEE
PYTELLRTIIDEGEDDEQGQEEEEEGELHEFQRSVK                                            
>Glam_XP_001704681                                                              
MSISRLQSEFKRLQLMPPRYMFVDFDGIDLSEWEICMIGPASSPYEACLFHVHLSIGREYPISPPTITFNSRILHPNISD
RGLVCPNLVNKDWTHTMGIQDLMELLQDILLTPRMEKAYLMDICAARLYASDVRALTQEMAKMSS               
>Glam_XP_001704561                                                              
MSVTSRLMREYQKFSKTDIPGVMALPDQKDERCWNCIILGPAGTAWENGKLCIRMKFPNEYPIKPPSVHFVTSMYHPNVY
TDGSLCLDILQSQWSPCFTILSVLLSIQSLLTDPNPSSPANSDAAHKYNCDIDAYNREVRARMERSQSFIKEEPWCRVYE
ALQNRKVADNTS                                                                    
>Tcru_XP_805320                                                                 
MSADRSSRRKEMDFMKLMNGPRKVHPSNSVSEFWVEFNGPEGTAYEDGTWFIHVQLPADYPFKSPCIGFSNSIYHPNVDE
ASGSVCLDVINQTWTPMYELQNVFDVFLPQLLRYPNASDPLNSSAASKLLHDPIAYVSIVREHVSRHATREVALGSIPLE
FRPLQEDAVRANEKTRTVLEDSSPATSKGLTEAPNSCVDSEEEYEPESIDI                             
>Tcru_XP_821059                                                                 
MSGLSLAQARLREERKAWRKDRPFGFWARPREKPASSAPLAFSSQVPQDATTLTSTAAPTATANASSSTTAGSTGSASRS
HTAPTASTGGSNNDAKGLLASSTAAGSGGLDLLEWEAGIPGKPGTPFEGGEFRLLLHFTEDYPTRPPKCVFTPVLFHPNV
YPSGTVCLSILNEEKDWRPSITIKQILLAIQELLDNPNIKDPAQEEPYKVYMRDRKEYEDRVRQEVAKHHKKRMV     
>Tcru_XP_821022                                                                 
MPSTPTPQCVRRLQKELSALCREAESFFFTRPSAKSILVWYFVIKGPADTPYEGGRYFGKLNFPPDYPMKPPEIIILTPN
GRFETNKSICLTMSNYHPENWSPLWGVRTILTGLLSFMVGDELTTGCMTSSDELRRKYARESRRFNAEKMPVYKELFPEE
YQKDLEELKREDTEKNGRTSGSAGCGANTKGGGVMESQEKEQWRGLFPALLGLFAVLMGAYFWPW               
>Tcru_XP_819920                                                                 
MAGAAIRRLAKEKQKLDESRVRDFYACPLNDIFEWHFTLQGPPNSPYEGGLYHGAIMFPRNYPFSPPDIIFLTNSGRFEV
GKKICSTISSYHPELWKPVYDIELVLVALRSFMAQEEELGVGSLQRRYVTSEEKRHLARESHQFSCPTCGMTSAWDVWKT
QMEQYPPVSSEVEANVPKSVVKTRKKEEDIAPPAAATAVEVGKGEEVSMTAATVHQAASNTPAANTTNSAAQIAGHVEEK
EEEGHACGDRVDQNVVQVTPAVAPATVMNKASGVSFGATRVMAAKNGEDETSTTTMKYGDATKNASAHTSEPTAATTEGK
QQQQQQGEDVHGGLDTMGSGSLSHSPKASGQGQGQGEEAVSLVGSAPPVFVRIQLGNWVLFRVQLKQIDVAIVACSFICF
AVIFKKWLWS                                                                      
>Tcru_XP_819330                                                                 
MLSRIKKQQAETRDAAGQSHSSGGGPSTASSEPVAILRLKKDLDNLDGIRSTIDIPDPQNMLRMKVTVRPPYPSIWQGGI
FEFLLEFREDYPYEGPRVRYLGPYRIWHPNIEGDEYMEGEGGLRGDVKNTWGVCLSFQTEWKPTMSLRDIIIMIELLFQD
PNPDDPLHGTAKQAAQMMKDNPAKFRDKARRWMRGGYIE                                         
>Tcru_XP_819281                                                                 
MSAIPHLQKQLRELTTSPPAGFRVESEDLFTWTVWFAGPEGTPYAPGIYRAELRFPKEFPMEPPMFKVLSSFWHPNVYAD
GKVCISILHPPGEDEMNKEETAMMRWTPIQTISSVLLSVVSLLSDPDPKDAGAPANVSALVQYRKDRAAFNSYCHQLAQK
SLSELPPNFIPPQKEDRVERTVNYVSTVEMDYEDDSETDTRSASNRFGDELRQLREMGVAPEKSDAELLGLLVEVRGDVA
TLMERFM                                                                         
>Tcru_XP_818357                                                                 
MDLPATVESNEPRERPLTLDAILERPEQQQQRAEEEGEDEEEEVGVAEHQERLNYVRRAEANPRNAADARRRLMQDLQRI
QRGTNSFFSARPIDGDLFHWRAVVLGPESTVWEGGIFKLQLDFTDEYPCAPPKVRFLTRDMFHPNVYVDGNICLDTLKTE
WSPILDVESLLMMIISLLSDPNPSSAANGEAALLYTNAKDKYEERVRHLVEASLEQSFSEDEDE                
>Tcru_XP_817922                                                                 
MASVQSNCSASSRLQKEFMELMMGGAEGISAFPQNDNLFHWIGTVQGVPNTVYEGLEYQLSLEFPANYPFEAPVVRFLTP
CFHPNVDAYGGICLDILKENWSAVYTVSKILLSIQNLLDNPNNQSPLNNRAAALWGKKEEYRCEVLLAYREATSKA    
>Tcru_XP_817921                                                                 
MEPLNDAVSTDQRDALHRTLYLRREYALVANCGEFDDILLVPPQNDSGKQNDCWRGLVAVSNSPSPWYGGFFAFLVQLPP
KYPFESPSVRMEKGFKSHPLLLEDSEGKRCILPFDEIYLGLDPMRVSVMARLLHHVRSMFYPSEWPTAVLVNKALARCDV
ERRSVTQEVVLGKPYVEYLSREAVAFFSNPDCFRDGELQMEASGFQEKWEKAFSLWLGRSWLPAVRLLQ           
>Tcru_XP_816544                                                                 
MRVFLFIMASVYIYIYTFFTAASIHAEMAGAAIRRLAKEKQKLDESRVRDFYACPLNDIFEWHFTLQGPPNSPYEGGLYH
GAIMFPRNYPFSPPDIIFLTNSGRFEVGKKICSTISSYHPELWKPVYDIELVLVALRSFMAQEEELGVGSLQRRYVTSEE
KRHLARESHQFSCPTCGMTSAWDVWKTQMEQYPPVSSEVEANVPKSAVKTRKKEEDIAPPAAATAVEVGKGEEASMTAAT
VHQAASNTPAANTTNSAAQTAGHVGEKEEESHACGDRVDQDVVKVTPAVAPATVMNKASGVSFGATRVMAAKNGEDETST
TAMKYGDAAKNASAHTSEATAATTEGQQQQQQQGEDVNGGLDTMGSGSLSHSPKALGQGQGQGEEAVSLVGSAPPVFVRI
QLGSWVLFRVQLKQIDIAIAACSFICFAVIFKKWLWP                                           
>Tcru_XP_814258                                                                 
MKNISNKRIIKDLKLLLEEVDANNEANSSGSPHSTAIFSVDTDTIYNWILKVKAPADSVYGGAGNTYQLSVLFSDDYPHE
PPTVRFVTPVYSPLVTGEGGICDRMVNDFWTPDQHASDVIKLVLDRVFSQYKSRRDDDVNPEARHYLEKFPQDFAARVRR
GRG                                                                             
>Tcru_XP_814004                                                                 
MEPRNDAVSTDQRDALHRTLYLRREYALVANCGEFDDILLVPPQNDSGKQKDCWRGLVAVRNFPSPWYGGFFAFLVQLPP



KYPFESPSVRMEKDFKSHPLLLEDSEGKRCVLPFDEIYLGLDPMRVSVMARLLHHVRSMFYPSEWPTAVLVNKALARYDV
ERRSVTQEVVLGKPYVEYLSREAVAFFSNPDCFRDGELQMEASGFQEKWEKAFSLWLGRSWLPAVRLLQ           
>Tcru_XP_814003                                                                 
MASVQSNCSASSRLQKEFMELMMGGAEGISAFPQNDNLFHWIGTVQGVPNTVYEGLEYQLSLEFPANYPFEAPVVRFLTP
CFHPNVDAYGGICLDILKENWSAVYTVSKILLSIQSLLDNPNNQSPLNNRAAALWGKKEEYRCEVLLAYKEATSKA    
>Tcru_XP_813834                                                                 
MSTALKRLSKELREASLNPDSDMDLHLLHAGSLFTWEAVLRGPPDTPFEGGEYRLLLRIPQDYPMLPPTANFVTKVFHPN
VNFDTGAVCLDILKSRWSPAWTLNSVCRAILNLLAEPEPDSPYNCDAGNLLRAGDMEGYASLVRMYAIMDAGAPLFPELA
>Tcru_XP_813438                                                                 
MVEVPRNFRLLEELEAGEKGTGSNQNVSVGISGTDDIYLHHWNGTIVGPAGTTFENRILSLEIFCDEDYPNRPPHIKFVS
RVNLPCVNADGTVDKTKFHIFKNWERRYTMENCLAELRREMAQPANKKLPQPEEGSKY                      
>Tcru_XP_813054                                                                 
MALRRIQKELKDLERDPPANTSGGPISESDLFNWKATIIGPEDSPYAGGLFFLNIHFPSDYPFKPPKLQFTTRIYHPNIN
NNGGICLDILKDQWSPALTISKVLLSVCSLLTDPNPDDPLVPDIARQYKSDRNAFNKTAMEWTRQYAM            
>Tcru_XP_812726                                                                 
MSIGASAMRLIMRQIQDIEANPTDGVHIHRSDNLSELLFDLTGPEGTPFSGGIFHVVLYFEEGYPEIPPRGVFRTKIFHP
NVAEKGDICVNVLKQDWKPSLGLRHVLTIIRCLLIEPNAESALNEEAARLLLEDYDAYRRKAEMMTKIHAMKGTRPPHDV
PPPFLSDDGRENGQLLSRGIANVGSASLPASEGFVSSQLRNASESALNKRSAVSGTSTNVVASKKAVEKKRAALKRI   
>Tcru_XP_812539                                                                 
MSTALKRLSKELREASLNPDSDMDLHLLHAGSLFTWEAVLRGPPDTPFEGGEYRLLLRIPQDYPMLPPTANFVTKVFHPN
VNFDTGAVCLDILKSRWSPAWTLNSVCRAILNLLAEPEPDSPYNCDAGNLLRAGDMEGYASLVRMYAIMDAGAPPFPELA
>Tcru_XP_812530                                                                 
MPSTPTPQCVRRLQKELSALCREAESFFFTRPSAKSILVWYFVIKGPADTPYEGGRYFGKLNFPPDYPMKPPEIIILTPN
GRFETNKSICLTMSNYHPENWSPLWGVRTILTGLLSFMVGDELTTGCMTSSDELRRKYARESRRFNAEKMPVYKELFPEE
YQKDLEELKREDNEKNGRISGSAGCGANTKGGGVMESQEKEQWRGLFPALLGLFAVLMGAYFWPW               
>Tcru_XP_806971                                                                 
MSIGASAMRLIMRQIQDIEANPTDGVQIHRSDNLSELLFDLTGPEGTPFSGGIFHVVLYFEEGYPEIPPRGVFRTKIFHP
NVAEKGDICVNVLKQDWKPSLGLRHVLTVIRCLLIEPNAESALNEEAARLLLEDYDAYRRKAEMMTKIHAMKGTRAPHDV
PPPFLSDDGRENGQLLSRGTANVGSASLPASEGFVSSQLRNASESALNKRSAVGGTSTNVVASKKAVEKKRAALKRI   
>Tcru_XP_805955                                                                 
MKNISNKRIIKDLKLLLEEVDANNEANSSGSPHSAAIFSVHTDTIYNWILKVKAPADSVYGGAGNTYQLSVLFSEDYPHE
PPTVRFVTPVYSPLVTEEGGICDRMVNDVWTPDQRASDVIKLVLDRVFSQYKNHSDDDVNPEARHYLEKFPQEFAARVRR
GG                                                                              
>Tcru_XP_805483                                                                 
MALTTRIIKETEKLQREHQEGIEARPSPNNPRYFHVKIRGPPQSSYEGGIFHLELFLPEEYPMVPPKVRFLTRIYHPNVD
KLGRICLDIIKDKWSPALQIIKVLLSIQLLMASPNPDDPLDNEVAESWKRDEAAAMRTAREWTQKYASPQA         
>Tcru_XP_804447                                                                 
MSGLSLAQARLREERKAWRKDRPFGFWARPREKPASSAPLAFSSQASQDATTLTSTAASTATANASSSTTAGSTGSASRS
HTAPTASTGGSSKDAKGPLASSTAAGSGVSGGLDLLEWEAGIPGKPGTPFEGGEFRLLLHFTEDYPTRPPKCVFTPVLFH
PNVYPSGTVCLSILNEEKDWRPSITIKQILLAIQELLDNPNIKDPAQEEPYKVYMRDRKEYEDRVRQEVAKHHKKRMV  
>Tcru_XP_803328                                                                 
MDLPATLESNEPRERSLTLDAILERPEQQQQQRAEDEEGEEEVGVEEHQERLNYVRRAEANPRNAADARRRLMQDLQRIQ
RGTNSFFSARPIDGDLFHWRAVVLGPESTVWEGGIFKLQLDFTDEYPCAPPKVRFLTRDMFHPNVYVDGNICLDTLKTEW
SPILDVESLLMMIISLLSDPNPSSAANGEAALLYTNAKDKYEERVRHLVEASLEQSFSEDEDE                 
>Tcru_XP_802740                                                                 
MLFFFFFPYLFFLATQHPTTQHSSTRTEKHAKEMALTTRIIKETEKLQREHQEGIEARPSPSNPRYFHVKIRGPPQSSYE
GGIFHLELFLPEEYPMVPPKVRFLTRIYHPNVDKLGRICLDIIKDKWSPALQIIKVLLSIQLLMASPNPDDPLDNEVAES
WKRDEVAAMRTAREWTQKYASPQA                                                        
>Lmaj_XP_001686183                                                              
MTAPTVQCLKRLQIELRKLNMEWELPFKVGADPQNMLRCYFVMDGPADTPYEGGRYVGLIEIPSDYPFKPPSVQMCTPSG
RLKTGMQICLSNSSYHPENWSPMWGLRTILIALVSFFVSEEPTTGSMSATAEERRRYAANSRKYNVKRLHAVYKRVLPEA
FAADTAFIENGGTSPKDEGSSGSSASDEDATEAEAAPAGAEPEVAAQEPSTSHETVAAPARKTPGSGKAGAADTEAATGA
AASKRSRHHQHKKSSTGAVAQRGGQLQWRRYASLIVLIAIGLGLLRQLM                               
>Lmaj_XP_001686040                                                              
MPLTAAGMRTLMRQMQEVQEHPVDGVQVRPSDSMNEYHFDVDGPEGTPFAAGRFHVVLIFDEQYPEVPPKGFFRTKIFHP
NISERGDICVNTLKRDWSPMLGLRHILVVIRCLLIEPNPESALNEEAGRLILEEYAAYERKAAMYTAINAARPNGVPRFT
LPEVKAEKASGSVTACASAGAAADSGASATAAAAAASASSMANGGAPSTATRGLTLSEANCHPGSATAAEKAEKSKKKAL
RRI                                                                             
>Lmaj_XP_001685412                                                              
MSALPHIQKEFRNLTKDPPAGFRVELKDNSFFTWIVWFTGPEGTPYAGGQYKASLTFPKEFPMEPPTFRVISSFWHPNVY
ADGRVCISILHPPGVDEMNSEETAMMRWTPVQTIRSVLLSIVSLWSDPDPSDAGAPANVDALVQYRNRRAEFDAKCRSLA
EKSLAELPGDFEPPCMEEKVEVTKAPGDTFDYMLSEDDLEDEDDFDDFSIPAPAASASAGAAVSSDPVKKYAEELMQLRA



MGVGEGKPDADLLHLLIKHRGELASVIGDLS                                                 
>Lmaj_XP_001683731                                                              
MHGGGSNSGAAARLQKELVEVMMSDAEGISAYPEDDNLFRWIGSVKGVPNTPYEELEYNLLLVFPPNYPYEAPTVTFMTP
CFHPNVDTRGAICLDILKEKWSAVYSVSSILLSIQNLLNNPNNESPLNNHAAQLWHDREQFTIAVRATHGGAPGS     
>Lmaj_XP_001683212                                                              
MQAARLPTRIATGDGEDAPQTPPVHAPATPAATDEQETDQPQQAVGEATTPADRAGFQPPSAEALATRQSRNSAGAEKMG
GGQRLRDHTTAQRRLMQDYRTFQKNMAEGTSSNITALPVDGDFFHWHAVISGPCDTPWEGGLFKLDLIFGDDYPFSPPKV
RFRTKDVFHPNVYVDGNICMDTLKSSWQSSLNLEALLISIQSLLSDPNPLSAANGAAARLLTENRSAYDEKIRALVEESL
EQSFSMDDDSDDAEVDEEAV                                                            
>Lmaj_XP_001687570                                                              
MSYASSAIKRLSNEYRRLQKPENRVREYYVAPLADNIFEWHFTLRGPGGDDNSLPYKKGIYHGALIFSRSYPLEPPDILF
FTRSGRFAVREKICSTISSYHKELWQPTYDIALTLTALRHFMAQEDEFGVGAFPKNMIARETKEAWATETWSFTCSTCGM
ATKDVWETQMKMHPEISPEKEAQVPKLPPPPPPPATPAASAMAKPEDAEATQDAPDTASSPAPPPSATPSSTLLPPPTAA
DASETAAKAPDAPQSHNAPKDTPSSPALASTVVDANALQSPTPGVHGTPQTPSPAAHEHTSKSGAAINEEGAMSEDDDAL
ACFTDVSPARVVRAPVAAAPPPPAAAEPDRLYDMRPESLVCDTPQSEAGLAAAAAAAAADATPPVTSAVVDGVVAADVAG
TSASPLSPAAAVVAPPQFAQRVVFGVSIMEVSIPLRLLDRAIIVSFLFVVLILLRRGLCSLLMS                
>Lmaj_XP_003722523                                                              
MALRRIQKELKDLEKDPPANTSGGPVSESDLFNWKATIIGPEDSPYAGGLFFLNIHFPSDYPFKPPKLQFTTKIYHPNIN
NNGGICLDILKDQWSPALTISKVLLSVCSLLTDPNPDDPLVPDIARQYKTDRNAFNKTAAEWTRQYAM            
>Lmaj_XP_003721645                                                              
MTVSPSSATSGAGATAARDSAAAALPAGLDLLHWEAGIPGKPGTPWEGGEFRLRLNFTEDYPTKPPKCVFTPVLFHPNVY
PSGTVCLSILNEEKDWRPNITIKQILLAIQELLDHPNIKDPAQEEPYKVYMRDIKEYEARVREEVQRHHWKG        
>Lmaj_XP_001686252                                                              
MSVRTVRRANMDFARLTELAKSGSPTIRAVDMADENGATDHGDAFHWRVRVMPPAESIYHGTTYDILFTLSREDYPFKPP
AVRVLTRIFNPMVSEDGAVCEGLLHNDDWKPTTPVPDVVAHVVKAIFVDYKIYAVLNERAAGVMATATPEEFKKHVQRTR
ASDARA                                                                          
>Lmaj_XP_001685385                                                              
MSGAGNLRSNRRREMDYMRLCNSTRKVYPSDTVAEFWVEFKGPEGTPYEDGTWMLHVQLPSDYPFKSPSIGFCNRILHPN
VDERSGSVCLDVINQTWTPMYQLENIFDVFLPQLLRYPNPSDPLNVQAAHLLHADRVGFDALLREHVSTHATPQKALESI
PEAYRPHDNTHEEEPDEANAKDTASDGPVNAGHSKGLTDSSVTPTEDHRVMHDDIAIDGDEDVEAEYEPEEIDL      
>Lmaj_XP_001683732                                                              
MTTSSCSPCGHSTSTRDYLFRSLYLRREMLLLTTHGAASASTPAEEDEDERQPSVANSVGSKTSALRDVLLLPPLYCLDG
LSLTPSVNDGSAFGVDPMVTPDHAWNGLVHVRSPSSPWHRGCFAFYVYFPSRYPFEPPIIELTGPLRSHPLVRERCLQHL
GQLSGAGDHLSGISSCAAQRDSPVKDASTATPSETVKRVFVPFEEVYSTIDPMRVSVMMVLIRHMRLIFLPAEWPSSWRS
SSMGADDDSGGVNRVLARRDVERRSVTQEVLLLKPFEQYLGTEVMQHFLDVWKASKDDAGDDRTDTVTMDNAGWYTREVL
PHLLHS                                                                          
>Lmaj_XP_001683688                                                              
MSLARLTRERKQLLEAQQCGETAPLTSANTTAASVNSFNAAQGRIRADMQKLDGVMSEVKMDSMDWYVVHVSYTPVRGIW
KGGTFNFRLVFSNDFPYSGPKVRYTGPRRIFHPNIEGDDSKEDWGVCLGMQTEWRPTCTIKDMVVAIEMLFALPNYDDPL
PGVAKTAAQILKDEPSRFELIAKRWMGGNYII                                                
>Lmaj_XP_001681902                                                              
MVEVPRNFRLLEELETGEKGTGSNQNVSVGLRDTADIFFHYWNGTIVGPPSTAFEYRILSLEIYCDENYPKVPPHIRFLS
KVNLPCVDPDGTVNRERFHVFRSWDRRTTMEMCLSELRKEMAQPQNRKLVQPPEGSMY                      
>Lmaj_XP_001680996                                                              
MPNPLVRLGKELKEATEHPDPDIHLELYDPTKGSDGSRSSQGAALQPSQQQPGLYTWLAILKGPPDTPFAGGSYRLVLSI
PHEYPLVPPKAAFITKVFHPNVEFNTGNVCLDILKKRWSPVWTLSSVCRAILNLLAEPESDSPFNCDAGNLLRAGDMEGY
ASLVRYYAITDAGAPPFADNEE                                                          
>Lmaj_XP_888564                                                                 
MLTTRIIKETEKLQKECPPGITATPTKENPRYFMVTIQGPPQSCYEGGLFRLELFLPEEYPMKPPKVRFLTRIYHPNVDK
VGRICLDIIKDKWSPALLINKVLLSIQILMSSPNPDDPLANDVAEHWKEDEASALQTAREWTRKYAKP            
                                                                                
                                                                                
*******Ufm1***********                                                          
>Hsap_ENSP00000368962                                                           
MIRAFPTTTPRSLHLFTSSTFLARALPGAFPTGACEERLSVPESTPFTAVLKFAAEEFKVPAATSAIITNDGIGINPAQT
AGNVFLKHGSELRIIPRDRVGSC                                                         
>Cint_ENSCINP00000029235                                                        
FNSLTFPSVLNFKIYFFSLNVPEPTPFTAVLKFAAEQFKVPAETSAIITNDGIGINPAQTAGNVFLKHGSELRLIPRDRV
GFH                                                                             
>Skow_XP_002730586                                                              
MSKVTFKITLTSDPKLPFKVLSVPDSTPFTAVLKFAAEEFKVPPATSAIITNDGIGINPAQSAGNVFLKHGSELRIIPRD
RVGH                                                                            



>Dmel_FBpp0111299                                                               
MSKVTFKITLTSDPKLPFKVLSVPEGTPFTAVLKFASEEFKVPAETSAIITDDGIGISPQQTAGNVFLKHGSELRLIPRD
RVGHQLS                                                                         
>Cele_ZK652_3_1                                                                 
MSGGTAATTAGSKVTFKITLTSDPKLPFKVLSVPESTPFTAVLKFAAEEFKVPAATSAIITNDGVGVNPAQPAGNIFLKH
GSELRLIPRDRVGH                                                                  
>Ctel_156758                                                                    
MSKVTFKITLTSDPKLPYKVLSVPEQTPFTAVLKFAAEEFKVPPATSAIITNDGIGINPAQSAGNVFLKYGQELRLIPRD
RVGSS*                                                                          
>Ctel_108368                                                                    
FMPLQFKVPPATSAIITNDGIGINPAQSAGNVFLKYGQELRLIPRDRVGSL*                            
>Lgig_123041                                                                    
SKVTFKITLTSDPKLPYKVLSVPEQTPFTAVLKFAAEEFKVPAATSAIITNDGIGINPAQNAGNVFLKHGSELRLIPRDR
VGCC*                                                                           
>Nvec_XP_001639141                                                              
SKVTFKITLTSDPKLPYKVLSVPENTPFTAVLRFAAEEFKVPPATSAIITNDGIGINPTQSAGNVFLKHGSELRLIPRDR
VGSQHT                                                                          
>Adig_573v103051                                                                
MVLNIDLFNTLQRGKWFQMSKVTFKITLTSDPKLPFKVLSVPEETPFTAVLKFAAEEFKVPPATSAIITNDGIGINPSQS
AGNVFLKHGSELRLIPRDRVGNWTIANNLECI*                                               
>Hmag_XP_002163012                                                              
MSKVTFKITLTSDPKLPYKVLNVPEDTPFTAVLRFAAEEFNVPPATSAIITNDGIGINPAQSAGNVFLKHGQELRLIPRD
RVGML                                                                           
>Tadh_XP_002116932                                                              
MRGSKVSFKITLTSDPKLPFKVLSVPESTPFTAVLKFAAEEFKVPPATSAIITNDGIGINPSQSAGNVFLKHGSELRLIP
RDRVGLNLMYSA                                                                    
>Mlei_ML20683a                                                                  
MAAPKVTFKITLTSDPKLPFKVLSVPETTPFTAVLKFAAEEFKVPPATSAIITNDGVGINPQQNAGNVFLKHGRDLRLIP
RDRVGHCS                                                                        
>Ocar_g8799_t1                                                                  
MASGSKVSFKITLTSDPKLPYKVLSVPENTPFTAVLKFAAEEFKVPAATSAIITNDGIGINPSQTAGNVFLKHGSELRLI
PRDRVGNGTWLSLQEESADADGRGGKIVVYMTSLSAVRETYQQCRVVLLILRAHRVKVSQKDIMLHDEFHDELKERLGRS
EITVPQVFVNGHHVGGQTEVMALNEAGTLADLLTLFEKNHQSDCEVCGSKGFITCMWCQGSKKSIRNRYGTLRCTVCNEN
GLQLCPECG                                                                       
>Aque_XP_003385834                                                              
MDDGKKEHEDVSVVLLCLIYPCLSKVTFKITLTSDPKLPFKVLSVPENTPFTAVLKFAAEEFKVPPATSAIITNDGIGIN
PSQTAGSVFLKYGGELRLIPRDRVGHQKQ                                                   
>Aque_XP_003383558                                                              
MSKVTFKITLTSDPKLPFKVLSVPENTPFTAVLKFAAEEFKVPPATSAIITNDGIGINPSQTAGSVFLKYGGELRLIPRD
RVGHQKQ                                                                         
>Sros_PTSG_07241                                                                
MSKPTVSFKITLTSDPKLPYKVLKVPEDTAFTHVLKYVAEEFRVPPETSAIITNDGIGINPSQSAGNVFLKHGSELRLIP
RDRVGGSA*                                                                       
>Cowc_CAOG_09106                                                                
MSACKQQSKVTFKITLTSDPKLPFKVLSVPEVAPFTAVLKFAAEEFRVPPATSAIITNDGIGINPAQSAGNVFLKHGSEL
RLIPRDRVGSA*                                                                    
>Mvib_comp16910_c0_seq1_fr4                                                     
*IFLTNMSKVTFKITLTSDPKLPFKVLKVPEATPFTAVLKFAAEEFRVPAATSAIITNDGIGINPSQTAGNVFLKHGSEL
RLIPRDRVGGSSVQ*YSKAKRV*LYKRSKLFFDE                                              
>Apar_comp15174_c1_seq1_fr4                                                     
GVPEHWPFPAVLKSAAEEFKVPPATSAIISNDGIGINPNQSAGNIFLKHGGELRLIPRDRVGGWR*KDV*LVCFEVILGV
WGVFFFFF                                                                        
>Apar_comp15174_c0_seq1_fr6                                                     
QSVVAT*YESFCSLGLLWPSISVRSVAGQRHKG*LGSCIYSSISPVGLCTYLFLYLEAPSLGQVK*VCF*VVLLVLIRHC
EGTL*SLAV*HTDASHLQQTLFYATKLYTSNDKALREG*KFNFYTRQERNQ**TPISSTFSPC*SYRKLQGKKLGVCALV
KDKMATAQPSSKVTFKITLTSDPKLPYKVLSVPEHVPFTAVLKYAAEEFKVPP                           
>Contig3979_Corallo_2_fr6                                                       
RNAVMADGGNKVTFKVVLGSDPKLPYKVLSVPEETPFFAVIKFAAEEFKVSAATSAMVTGEGVGINPKQTAGNIFLKYGK
ELRLIPRDRVGTS*MQLRT*LA**EYCTL*LLLKSLVCLGRTPLLFVENLHDLLLTVLAQLFTVPVVRWVTLVIELRE*R
LSLFVSLLRAHFHDTVCINGHGLRHGLRYLDFIGTGLATSTTHGRVPHGFKR*LRTLRGARGPCAAQGSGVLIRAATSEA
ALIKDCP*TEVLVVLDLNTNVDQMSVPQFVTISKYVRWISGAVFAAADIRSLLTILRSDCRGGGGGGSLLVPLAVPLALA
QTLNAQVPHCGTEINHTIQQFVENRFRRCDGADTSLTLDGKLNTKMA*SVVYKIAQVEKELTGRLLRSFQVLGRL*EVYI



GLIDQVDQNL*SSGGVKIVLDGIHNSLTRVLQLEVQVIFVVTPSP*RPLHLLPFAHTDSKIVEVIREFLLYSCGLRH*FL
IELNDARILRL*AENAELCA*ILPQELLHRSKVLQTLAHL*SLDVQMSRMHKVVDPLVAVMERLALGDLIVMVGECKVCA
PGMQKHVLAKETAAHCRAFDMPSWTACSQGFNFPARFTVSCMLPHGKITRIFLPFLIADFVLNFSGLVFSNGGIGSNVLL
LLLLLRLEILLPIWSQSAVVWTVRTYVEIHISDVITVCFLFIQQLFHKVRNLRHVFGDPRNGIRGSHIQLLHVSHELNFK
IPC*RVRMDIEFLRPGDYLVVHVCHAKYQKDIQAEKVHQQSTNNVEAYVAAGMAQMRLIVDCGSALVPLDRPIRRNDKWY
FAFCETIVDLDAHVPAHRRFPVIGKLFRRSLLCGCIFLCCPINPGCTTPGITTNIFSSETIITKHRRRFPRRLVEMWESW
DHKAKPAQRPSCCRRPIASKGSQRTFL*HCVEEFTTHRLFQHNTRSTQYYSRFMLQFFAPLVPLSPQDVTQNPISKFLYE
NPVS                                                                            
>Ttra_AMSG_07030                                                                
MAASADKPAEQTVSFKVTLTSDPSLPYKVFRVKESTPFTAVTRFAAEQFGVPPATSAIITHDGVGVLPSQSAASVFLKHG
GDLRLIPRDRVGSL*                                                                 
>Ddis_XP_001733049                                                              
MSKVTFKITLTSDPKLPFRVINVTEDTPFTAVLRFACEQFNVPWQTSAIITNDGIGINPAQTSGNIFLKNGSDLRLIPRD
RVGGL                                                                           
>Ppal_EFA79691_1                                                                
MYILSKVTFKITLTSDPKLPFRVVSVPEATPFTAVLRFTCEQFNVPWQTSAIITNDGIGINPSQTAGNVFLKHGSELRCI
PRDRVGSSL                                                                       
>Acas_g6621                                                                     
MESFPFPIRSATSSAPSSAPSAPAASQAKVTFKITLASDPKLPYRIVKVLEETPFTAVIRFAAEEFDVAANTSAVITNDG
TGINPQGTAGQIFLRHGSELRLIPRDKVGHC                                                 
>Atha_AT1G77710                                                                 
MATGGKVSFKVTLTSDPKLPFKVFSVPEGAPFTAVLKFAAEEFKVPPQTSAIITNDGIGINPQQSAGNVFLKHGSELRLI
PRDRVGAVFVMDP*                                                                  
>Mgut_mgv1a021017m                                                              
VSFKVILTSDPKLPFKVFSVPEAAPFTAVLKFAAEEFKVPPQTSAIITNDGVGINPQQSAGNVFLKHGSELRLIPRDRVG
ASVSA*                                                                          
>Mgut_mgv1a017023m                                                              
MASGGAGGGKVSFKVILTSDPKLPFKVFSVPEAAPFTAVLKFAAEEFKVPPQTSAIITNDGVGINPQQSAGNVFLKHGSE
LRLIPRDRVGACLVSS*                                                               
>Acoe_015_00432                                                                 
MASGGKVSFKVTLTSDPKLPFKVFNVPEAAPFTAVLKFAAEEFKVPPQTSAIITNDGVGINPQQSAGNVFLKHGSELRLI
PRDRVGA                                                                         
>Bdis_2g61540                                                                   
MAAAAGGGGGGGKVSFKVILTSDPKLPFKVFSVPEAAPFTAVLKFAAEEFKVPPQTSAIITNDGVGINPQQSAGNVFLKH
GSELRLIPRDRVGARAVTF*MAAAAGGGGGGGKVSFKVILTSDPKLPFKVVPEAAPFTAVLKFAAEEFKVPPQTSAIITN
DGVGINPQQSAGNVFLKHGSELRLIPRDRVGARAVTF*                                          
>Sbic_03g046730                                                                 
MAAAAGAGGGAGGKVSFKIILTSDPKLPFKVFSVPEAAPFTAVLKYAAEEFKVPPQTSAIITNDGVGINPQQSAGNVFLK
HGSELRLIPRDRVGAAVVPSY*                                                          
>Osat_LOC_Os01g73140                                                            
MAAAGGGGAGAAGGGKVSFKIILTSDPKLPFKVFSVPEAAPFTAVLKFAAEEFKVPPQTSAIITNDGVGINPQQSAGNVF
LKHGSELRLIPRDRVGALAAPF*                                                         
>Smol_XP_002993398                                                              
MAAVDSSSNPIQAPSAAAGVKGPGGKVTFKVTLTSDPKLPYKVLSVPEEAPFTAVLKYVAEEFKVPAQTSAIITNDGVGI
NPQQSAGNVFLKHGSELRLIPRDRVGNS                                                    
>Php_XP_001778496                                                               
MSHEKESGGKVSFKVTLTSDPKLPYKVFSVPEEAPFVAVLKFAAEEFKVPPQTSAIITNDGVGINPQQSAGNVFLKHGSE
LRLIPRDRVGHACCQ                                                                 
>Crei_XP_001696636                                                              
MSQQAAAVTKVTFKVTLTSDPKLPFRVFSVPEEAPFTAVLKFAAEEFKVPAQTSAIITNDGVGINPQQIAGNVFLKHGSE
LRLIPRDRVGGISRAR                                                                
>Cvar_EFN55955                                                                  
MSGGRVTFKIILTSDPKLPFRVFTVPEEAPFTAVLKFAAEEFKVPPATSAIITNDGVGINPQQTTGNVFLKHGSELRLIP
RDRVGSSQQQQWATAPAAAAPCGSAPQ                                                     
>Mpus_Micpu160376                                                               
MSKVSFKITLTSDPKLPFRVLNVPEEAPFTAVLRYAAEEFKVPAATSAIITNDGVGINPAQTSGNVFLKHGSELRLIPRD
RVGGR*                                                                          
>Cpar_6627Contig37898                                                           
MSKVTFKITLTSDPKLPYRVISVPEEAPFTAVLKYAAEEFRVPANDSAIITNDGVGINPAQSAGNVFLKHGSELRLIPRD
KVGCA*                                                                          
>Ngad_06009                                                                     
MASNNSNSSSCSRSKSGVDASPKVTFKVTLTSDPKLPFRVVSVPEDAPFTAVLKYVAEEFRVPAQTSAMITNDGVGINPA



QSAGNVLIKHGTELRLIPRDRVGGVRRDRTQSKWRSHELNWLK                                     
>Pinf_XP_002905121                                                              
MSPDAAYCAYPGPPKSRSRLHSRQTPSCRTECAVNVPEQAPFTAVLKYVAEEFHVPAATSAIITNDGIGINPSQSAGNVF
LKHGSELRLIPRDRVGGCSTC                                                           
>Tgon_XP_002364355                                                              
MADKAGKVSFKITLASDSKQPFKVLSVPDATPFSAVIKFAAEEFKVSAATCACITNDGVGINPQQAAGVIFLKHGGDLKL
IPRDRVGASLP                                                                     
>Ptet_A0BV18_A0BV18                                                             
MQNKVTFKIVNTSDPNLAFRTVSVPQEAPFSAVVKYVAEEFKVNPATSAIITNAGTGVSLQQTSGNVFLKHGSELKIIPR
DRVGNC                                                                          
>Ptet_A0E8E8_A0E8E8                                                             
MQNKVTFKIVNTSDPNLAFRTVSVPQEAPFSAVVKYVAEEFKVNPATSAIITNAGTGVSLQQTSGNVFLKHGSELKIIPR
DRVGYC                                                                          
>Tthe_XP_001017139                                                              
MATKQKVTFKITLTSDPNLPFRTISVPEEAPFSACIKYVAEQFKVNHATSAIITSTGVGINPEQTAGNVFLKHGSELKLI
PRDRVGNQ                                                                        
>Bnat_53884                                                                     
MIINVSRNKSSKVSFKIVLASDPKLPYKIVKVPEKAPFLAVVKYAAQQFKVKFETSAIITVDGFGVSSKQDAGTVFLKYG
QELRLIPRDRVGGLKTMSASRTHDVVLT*                                                   
>Ehux_414385                                                                    
MSADCAKVTIKITLTSDPKLPFKVFKVPETAPFTALIKYAAEEFKQNAATSAVISNDGVGINPAQTAGEVFLKYGGDLRL
IPRDRVG*                                                                        
>Gthe_154586                                                                    
MADGAKVEFKITLTSDPKLPYKVVKVPENAPFTAVLKFAANEFKISAESSAIITNDNVGINPAQSAGNVFMKHGRDLRLI
PRDRVG*                                                                         
>Ngru_XP_002683192                                                              
MSATTENKVTFKITLTSHPKQPFRTIKVPESAPFTAVLKYAAEEFQISAETSAILSNDGIGINPSQTAGNVWLKYGTDLR
IIPRDKVGGF                                                                      
>Glam_XP_001709940                                                              
MISQTIPVSDELKEAYLAQKRMIQVKIYKGFDPFYTYHVFNIPEASSTEKVIRLAARAFEIPQLEAVLINSTGDAIVPCQ
TILDTCRRFGTTLTVAHLKPIIPVVENYEVQAA                                               
>Tcru_XP_809418                                                                 
MSQGEQTAPAASGGKVTFRVILTSERTQPFRVISIAEEAPLTAVLRFAAEEFGIASVDSMAATTKDGTGINPAQTAGSVF
MKYGQEIRLIPRDRVGDA                                                              
>Tcru_XP_816996                                                                 
MSQEEQTAPAASGGKVTFRVILTSERTQPFRVISIAEEAPLTAVLRFAAEEFGIASVDSMAATTKDGTGINPAQTAGSVF
MKYGQEIRLIPRDRVGAA                                                              
>Lmaj_XP_001682187                                                              
MTLCRYFVFAPLSRCASFRYLPVCCAQVPAPLLPSLTTYTHTHTPTHTHASTVLPAVIPSAFRWHSFSQHFYFFRHSTSL
SPRARTIDTDRPGRTDGHLVQNLFDRRSGDEWRERGEGEPQRKQKKTFTSVVRRTMSAANQSGAPAAPSGNKVTFRVILT
SERSQPFRVISIAEEAPLTAVLRFAAEEFGIASVDSMAATTKDGTGINPAQTAGTVFMKYGQEIRLIPRDRVGAAPCVRL
LRSRWWCRG                                                                       
                                                                                
                                                                                
*******VHL***********                                                           
>Hsap_ENSP00000256474                                                           
MPRRAENWDEAEVGAEEAGVEEYGPEEDGGEESGAEESGPEESGPEELGAEEEMEAGRPRPVLRSVNSREPSQVIFCNRS
PRVVLPVWLNFDGEPQPYPTLPPGTGRRIHSYRGHLWLFRDAGTHDGLLVNQTELFVPSLNVDGQPIFANITLPVYTLKE
RCLQVVRSLVKPENYRRLDIVRSLYEDLEDHPNVQKDLERLTQERIAHQRMGD                           
>Skow_XP_002733319                                                              
MPDDRWMPRLKSKISQERAFVRFLNRSTRIVDVFWINFRGQRVNYVRNTAGLCPGQYFEVNTFAGHPWIFRDRETNDKLQ
CGSQGQEVYFPVGWNGEFPPSRTNVLIDVPVYSLVERSMQIIRKIVCKKDIEDLEIPKPLKHQLLHPDDLPVWYPDENPE
CVLAEEDNDQG                                                                     
>Dmel_FBpp0087216                                                               
MALQIAQNNRDGQQLVGADQGKVEVYVLFANTTYRTLDLYWVCERERENMYLTLKPFEEVRVNTFTTHSWLFRDYYTGER
MHVRSQRIFQPIRVRVPKSQQSPDQLVDVRSEVLIHFPMRSLRENCLWLVARWLIRTSNAPRRIIHGYHIPSTLKQQLLS
LLTCIESYSRVAGTRRRR                                                              
>Cele_F08G12_4                                                                  
MSDGSMDDDGRLFPDLGSSTHDNREIRVRFLNRCAYPVDVFWLNPSKQPTKYGTLAQKKYLDIKTFKDHPWVARRSFDGC
KVLVNEKEVFWPEPAPRMNLIVRNHCVITMKVQSLREIAGRSFLRHNPTEVPNKIKGLPRELQFEVKHFLDRKQEYSEIV
CRSIPPPGPQRPQQ                                                                  
>Ctel_167535                                                                    



MSKDRDRQLRRGQLSGRSSMPSFIRFCNRTNRLVDIIWLNYEGLGVRYRTLPPRNFIDVNTFVGHPWIFRDSLTGDKCVA
QFKTVYEPIGNGDGPPKRRVVNITIPVFKLRDRCLQVLRAIVPRHAIQSLEIPVVLKDELIAMASDHDISMVAQDEGVDA
PPDPPMVAQPPNRSPNDSRILNPRIPSKLANLLVQPTHHNAASEETQPQPGSSSERGTTADQTDQRRTALFTRAYSSDNS
DSDT*                                                                           
>Lgig_236999                                                                    
MTGAQNCEQSPPLRSQNNDIPAFITFRNISSRKVDVYWLDYKGQKVKYMENFSTDRNHHINTYVTHPWIARDAVTHDVLL
FNGKEVYFPQAWDGRSERTMINIHIPVFKLTNRCIQVLKDSFPEQAIPEFDIPRTLIEDMIHKPNIQFEDSPYLLKESGT
*                                                                               
>Adig_21304v116746                                                              
MVLRWRAWRAEAPLQNRRAHLIPCETEYTSFPGYSCQGCLDGLLQRTQTVGERGKSKMDDSPNSRSDSGPILRSIHSGNP
TSVRFINHSSVRAKVIWLNYEGEQELYSTLKPLNGCYDVRTYVTHPWIAVEEESNLRMLLNLAQIYFPTSDGYHHEVFIS
ANGR*                                                                           
>Tadh_XP_002108770                                                              
KSLNSRNKVLVRFINISGRHAKMIWLNFRGEKVVYKVIPPRHRFDINTFETHPWIAVDSSRNERLLINFAKVYLPKIPSN
QQGQQLP                                                                         
>Apar_comp14505_c1_seq1_fr5                                                     
NSRGDYGTITPIPQEGSEWLKAYDPDAFSLLNSIYRGRLVPKDVKVLDLKPQPSCRRGLLRSSNGDSATLIIMNETAHEL
ECKWVDYSGELVGYGSIFPGCNRSNNTYTNHVWWFMNDQAGLRFG                                   
>Crei_XP_001703428                                                              
MQGAGAPVAATQDASCPLLAMPWSRRTALLGFSVLSGVALNLGGSGTAAAAPLLRSMGWTVESELTVLNDLEHPIKIYWL
NYDGDAELFGSLNPGSVFTVKTYESHAWRFVDSSTGYTVAEHVAAAGQQVVRVASKTGGVVAYTTAQSPGLAAPQQRTLA
GRGSGGAGLAQQEQLAAPSATEPPRPLEPSSPAPPPAAFEGFDGLGNDEAAYSLAQLREVSIYPGGGNVLLLLPGSDTPL
EVALAGPEALSLVAATGSLEQRRPSTLGTWTRSLMASVRLGEWDVRAICMNEQLQASGVEVRRVCITRMVDGIFYSRIVL
SRPNEPGGGSEAGASSLCSLDATPGDSLSLALALRRPIYVNNEVVRLHRSVMDVFIRRREAMEAAAASGVFDEAAEAEAD
RAAQDALDSITRAIPSAPRAVHDLQLDHTLSA                                                
>Crei_XP_001701489                                                              
MLNPQAASRRGLLLGSATIAAAALTPWLGLDTGDAQAAAAAGALLHSRRSDVPCSLTIRNRSAMVVEARWVNYDGDEEPY
ATIPPGHEWTVDTFETHPWRFRDARTGGLVVEYVAARGPRLLQLTDTGAAEAEPAGSSAQGRGARQSQASDSPATRTGSG
SPHAMDDVYADEDGSSEGAVTALQPEPPATGLAGGFDGLGHLQAEYTLATLLSVGILTREEQALLVLGLEAYPHPLTLLV
GLLEAGSVIDAAGGSRGRRPSMLATWANTLQALGGKVERVVITRQVGGIFYARIVLSQPEQPQQSQPRGLGRPGAGSASS
TGGRRIVSVDARPSDALSLALEAGVDVFVSRPVAQLVQRQYEDAERELPDLLLPPPEGGPPGLGLDEAGQYAAGRQLRSG
AGQLAGEAMSA                                                                     
>Crei_XP_001694282                                                              
MTFLNNILSGLGLSSGASPDDMAATTTEAVISAPPAPPTCSWTDHSTGPCKLVVINHRGSPVQLVWLSYDGAEQVYNVLE
SGAETHQDTYSTHVWELKDEDGKRLVQYAGPSAKLYVTSAGVTIVGTPPPPPADAPGPSGSGAAGSS             
>Crei_XP_001694179                                                              
MLTSAQLPALASPVRDVEPAVWPLPAADANADAGADSSEAPRRLSEPAMVFLRSVNSNVRSRATFVNDCTEPVTMVWLDY
NGQEVVYGALRPGQSKVYDSYASHPWVFRCSTTDKRMMAGGRMAHYMEPPPPGDTGLLLSSSARRQAANPEPPRVHITPP
PVLQHTVSERDPGARNAVNAALTAAQPTLQAMQPLEMSSPAKKMSARKAAAAASAAVAAAAEQQAAELGQQLARLPVDLV
RHIAHLAAPVR                                                                     
>Vcar_XP_002957041                                                              
MCFTNRTSFVVEAFWLNFNGEEVSYGLIKPGATHLLYTYLTHPWVFRNHENNKEVLVVHGKPVCAVRAVILDRMVWTPWF
HLVSTVVLFAAKSERQEELRHGELPLRHQKAPQQQQQHWRSTSSAPQAPAPVPATHPSPNPNAGSTCIITTSEAAVQYHP
AEEGLLGKLPFDIILEIIAKMAPPLRGFKPLLKEDIEMMPRGVQPAKGPVALLAAKILGPTPPPAPVADPEAWFAAANAA
ALAAAPQQLFGDFGAQLAENGPPAPPPPAQEHQPHQVAGPDAAAGALPHHVAEVMMYTEAAVLANAAFAHAHDMAVQQEV
QAQALLRFLVAQVQAQAQAAAAQQQQQQQQPQHEGEQEGEGQEQQEGDPMEEAASEYGDADGADAEEGQVWVAPEEDEWD
GTEPNWDAFVDADDAWGNAVAASSLSSAQ                                                   
>Vcar_XP_002950835                                                              
MLLPTNLLLIPPGNPPPAAAARLLHSKRSDVACSLTVRNRSLRPLEALWVNYDGDEEPYTVVPPGHAWTVDTYETHPWRF
RDPDTGDLVCEYVAQRGERLLQLYDNPQQQQQQQQQQEALTQPPSSQQPPQQQPQEPQLPQQQPPGLEVGGFDGLGNRAE
QYTEASLLSVVVVPQGLVPEGGLGEGGGVVVLGLEGYERPLSLLALGGTLERVVITRQAGVGVFVSHAVADLVQQQYRDA
AESGNRAVLDLTEQQVD                                                               
>Vcar_XP_002950576                                                              
MEEAPEPDLAPSRSWTDCTTGPTKLVIKNISGKRVQLVWLSYDGAEQVYNVIEDGQEAHQDTYSTHIWELRDEDGVRIVQ
YAGPPAKLYVLQTGVSIIATPAAAAAAAAETGEPPAAQTS                                        
>Vcar_XP_002950442                                                              
MAVRSTHEDGKTEECVLRVVNKSNCRVKVVWVGFDAKEACYMELEPGHARPQQTYTTHLWRIRFADTDTLVGEYAGPSAL
LEVPSAGPLRISPWSATAPPPRPEWGSYCKRGEALGIEIWSYECVDPRAVRIAEHIVRRMLEASPSDVVDRLAGGRDTDS
TTRGLGGTLESPTTSCGEENLLMEDDRFYPTENILVHEFGHAVMNMGLAAEDRAAVKRLYNKAYRSGLYDKGAYIMENED
EYWAEGTQAWFDATIRTDVTSGVNTRGQLQQRDPGLAALMARVYGDGSWRYPLDSPRPFRCHHTPPEDPRQQPPASMDAA
TTSESKQEPAAFEPNPSSETRQ                                                          
>Vcar_XP_002946337                                                              



MTSHSSPLPLTALRAFANISPASGSSGPSAPAQTPGSPATPTRSAAALSPAARTFQPLRDGAAAANLFLPLLPLPPLPEE
QQVADNHILGILPQLAGPIDNLPLGLAGGLPFPAAAAVAAADHDIAVDINQAPDINLMPALPADPDGEQAVAAAAAAAVA
PAPRHLRPDAVPHIPPNLLNLQPPPPPPPQQQQQAGGQLQHQWHQWQELLQQVHQQMHHMQHQLQQAQQAHQQLQELHQE
AQDALQQGAQNVLQQAVQQAVQELQAAAPLPPPAAAPIAPVAAAAAPPAAAPAAEQVPEAPPQPRDPETDLEPGVWLMKD
VPAAEGESASATTAAAVAGGSSKAVASVEPKLSDPVMVFLRSLNSNQRTRVVFANESSRSVTAFWLNYGGQEVPYGALQP
GQAKPKRVIITSPPPLQHTRETHAAFPADYKAASRALLLTYQRLQRPDLQAAALAAAEAQRTIANVMCRMFRNAICAVVL
AAQPAMQAIGVCAPSTGDSPPSAADAANIRWLDGAAIGDAAADAAESDDGSSQVDRTPTCDRRVTPSSALASALLAAAAP
TATGSRELQAPGLVQMRAQSPPNAEAAGTGVVASSTTPDRGPRLTHKGEQQCVAVNLYNLPARSGGKSKARVETEAEKSA
SRLGELLTELPRELHVALHPRGYPDIRPALLPSNPATWPPRPAAEQNAV                               
>Cvar_EFN55802                                                                  
MTKGRAKKRSRNSEAPCILRFCNNREGVTARVLWVDFSGKEKEYARLDELCYYNQDTYVNHPWRLRDAASGDLLAEYVGP
TATITLQHDGSTHIEPGLHRPPLVEVSDPRWGTYRQRGEALGIPILAFDCVCQEAVETAAHIVLSMLADADGSIVESMVE
AGAEVAIIGCNQVTTDLPMYRHLRGVDCENGGGDYDKATRGLGGNPGNPVTSCGEENLLMLPEDRYRYENILIHEFGHAV
MDLGLHDKPLQESIVDAYQAAHASGRYDLSCYMMENESEYWAEGTQAWFDATVREDVTSGVNTRHKLQERDPKLAELMTL
VYGDGDWRYPQTAPHKFAPCEESSERQHGQQAESSRSGAGAAMQRPMVQVVAAQHGKAAAAAVAAASWLQCHGA      
>Cvar_EFN59015                                                                  
MQEAVPAPEPAGPVQQQLGLAQPLLSLADARPRAVWRKRSLEEAEECEFDGDRSSRLCLASTTRAGGSQPASIDFYNASE
RSVRVNWVDFDGAEVPYTVLEPGQRAQYSSWSDHIWVVRELGAARRMCIDGAQAVVAHAPSGHLATIADPPMLPWNEHTH
AAFPRQLRSEVQALVLCWQRLGAAAGSGSQAGCPAAASFASPADLGSLSFDLILEIIGQHMAAAGVWQEACTASHPDIRP
LQLRSQESFAALLARSTQLHGGRLPPRSRLTAEQLERAVQLAPPLALQQVAAAAPDSPRLPSLLAGLFGDLLGALGLQ  
>Cmer_CMD063C                                                                   
MGTGALVHVLGFSTAGNAGGARKLPIRWRRRSGCGCCAPNQWSYSRSATTTVAFAWDWLLAPRSVVENKGVLAALAQSNE
QAIVRMVREPARQLWVEDGISLPAPFPETNMPTLPFSEGLTAAPNLRPHWEGIRSSETEDRTLILFENLSDSGVVVEVNW
IDFNGQEIPFGWLEPGKSRFQPTYVGHPWIIRDSNTGEVMLLFVTQNAFGTAVVHSGHQVEYSYPL              
                                                                                
                                                                                
*******WLM***********                                                           
>Mbre_XP_001744483                                                              
MDRIPRIVLSIYNTIIPYVLDTYRFISLSLSLSLSLSLSLSLSLSLSLSLSLSLAAMMAEDEADARAVEASTVPAGASIR
IDVKHEKQIYELVLPVEATWGDFQIELARVSGVSVDEQKLAGRTLLGQAAPPSPATPLREMGYEPESRPVKLLLIATSRS
TVQELQEMECREQRRSEQREQTARLMAMSAQRDAAQRQASPYRFQSFAVLEEFRHHPRGTAKQALELLHRIAQDSGIVHI
LETHRWTIGLLKEFKPGLDTGLVGVTNGCLLGYNQNKGQVIALRLRTDDFEGFRHYHVIIETVLHELAHMEYQAHLAALQ
SGHTVAGRPGAAHDWMRLTTEDQSSPLTTGGRLGGRTADDARSARLARLAPSAPNTQPAGSLVLPTARSDPSAHPLRETR
MSVDEIEGILNQALRESGATDEHGQPPTAGSAAARAFTNAALAEAAATDDNAPFDYRPRRSIRVGPAYQAVLPSFEPATV
PAAKPISARESEDGAQLESPSSRRDGDVRPASEPHADPTVTPVPTEQDVVAARLSECLSGLDQSATADALRLLDRIVNNL
LAHPTEFKYQRINLGGQRVQAVLPNRRASLEAFLAVAGFARDSADDGHMHLAANNLEPVVAASRVIARFRHTLDAEHQA 
>Sros_PTSG_03256                                                                
MEGDTKQEDQPQRVVVVSYGKSKYTIDTTAMETVGDLKARLAELANVEMHNQKLLHKSRQLQDDTELSDLKLRKRTTMML
VGTQQSQVEQLKKTEQKFEARERALAKRGAVVTTSPMAAQEMLFGALEPLPDSGDPAAPPASAALDLLKRLAADPNIYAI
MKKHNWRVGILKEFAPSLETGIVGVTDSCLLGYNQNKGQVIALRLRTDDFEGFRHYHVIIQTLLHELAHMVHSKHDRKFW
DLFRQLRKEYDELHWTKSGGRQLQGASSSTTSSASTAASSSFHPHTGGSSSTGGTQTPAFAGTGHTGQRLGGGTAPLTPT
PTPTRTATATAARGSGGGGGRGQPMTAAEAARAAALRRLQHTEDTSTSAPGVDGGGRDDAGHVNGDGRGESKAKKHRQGR
TGGGSDGGGCGDGDTNTTNTAECRVSSNDMDVQCDGDCSGRGHVAHVDVSDGSGGVGGSGNGDEQLVVRVRRETRPGEIT
PERREEIYRNAMLAEMRAVGPDPFTYRPRRSVKVGKEYQAVLPDLLPAPKPDITDATTRDDADDDGDDGDGGDGGGQSGV
EINEGEALRETPVSLDAVVVRSRHRGGGVGGSIQERK*                                          
>Cowc_CAOG_03851                                                                
MRIHFDVTFSRQVASFHYEASSSSSDKTPDARPSASSISLDDDPTLLRLQLELARLFHVVPSMQRLILRGRRLDTNQTSS
TAATVTSALATGGTLTGGTGSRNAPSALRSRTATENSNDDRTMRGSDLDERNEHRDNHDDGNDIDDADGQSEKQSLDTLG
IVNGDRIMLLGSTLTDVEEVRQAEGSALKAIEERRLMRTKAQSSQSRRQAPVKPFADRDSSGLGREYGFARLESLPYFTY
PSPSDALELLRRLSTDPGIVAVVKKHHWLVGALVEMPPEGKVGIDDVCVLGYNTNKGQSIALRLRTDDLTGFRQYNVIKK
TLIHELAHMVHSDHNADFHALNKQLTQETEQLDWTRNGGHALGGAPVYMPPDGNAGTDPYAWERDELTEEDVMTTTARSS
GVALGGGSFRSNLPRTELAALAALSRSQAAQPREQTISSGKGQAAAAPAAPASTRAPDFDEHAIVISRVMVPSSPPSPVA
QPVHMSLDDTPTTTLPTSSTASPMSIHGQNDDAGLMVLANNSHEPDAADATSNSVDPLGMELASQYGSLNKLERATAAAR
QIAVSAGAQECLRTLQVYLGNALRYPKDPKYHRIRATNQAFQDRVASVEGGTELLELAGFAREQDAFRLSAYDPGLIWLI
KNVVDEQLAH*                                                                     
>Mvib_comp7139_c0_seq1_fr6                                                      
EL*IKVLLMPKVESHRISPYCFGAVAHMKGEAREKEAVALLKRAVDHVLPVMEKHRWKVGKLKEFFPAQASLLGINVNRG
QTVCVRLRPPEDRGQFYPFESILGTLLHELTHNVVGPHNASFYKLLDEITLETEQNMVNGAIQRDAPTFVNAGKGTRLGG
SPMGDARSAARQAAERRQRSAVLSQGSGQRLGGQRLKGLTPREAAVMAAERRLRDAVACGTDNATHDSLKPIRLTRQASD
AAAAAVAATSTLSAPEWACCRCSFLNSAMHFVCSMCEQGRREQQTAGEWACRACTLMNREVSLSCDACDAPRLLAGDKTP
KSDLVTVVL*Q**LFLKNLIYCELQCNC*                                                   
>Mvib_comp14453_c0_seq3_fr6                                                     



YSSSSIHFYLIYPLSMQVTVKFGTEVFLLKGLTASTTMRELREQLARLTQVPLDRQRLVGRKLKGRLPDGDEAIGDVGIT
DGAVLMLVGSTDAQIQTVHNAAKGAEMRERYKVSVDVRALPAPSPARDGFGFAALQVLEQFSETSQAKAHDLLRKLAVDP
GIMAVMKKRSWCVGILSEMYPEGRVGVSDVCVLGLNVNKGQEIKLRLRTDDLAGFRPFQIIRKTLIHELVHIVHSEHNTD
FWEMNSALTREADAIVHSGRSTGGGTAGTALPERADTAGGGSSSTHRLGGSNVAGSAREAAAQAALRRQQQQQQQ     
>Sarc_SARC_04174                                                                
MVFKIMEARSWKVLILREFFPKNANLLGLNVNRGQEVRIRLRPANDPESFYSFEFVLGTMLHELVHNVHGPHDVRFYALL
DVIRKECEDWMHKGFTGLKGFDTGGKKLGGNRWTNPSDAERHRVMELAATKRRRDTPYFDGRRLGGGSTLGSNKSPRELA
VLAAEKRRRDNLWCGDENTIDLDDVDSAQAVPATSNGQPTVSESVSKRAKKPLASTLFAAGIGRSRGASVGRTEVANCDG
PYRYGKGSSSIKNGRVSSTSKASNSTDVRLRVSVSVGQGKGKETAKGASCPEIIEILDSDDDVEGSINDVGKDTGNLQLH
MAGHNGVANQSQRGAARTAKTTGTSQSPVAKQSVDTCPTQRRTVRVERDGSVWKAATGSTLSGRSDRQTNEQRYTQTVTR
ANASECSSPGRSKAREVGATWKCVFCTFANQRTGNTRSSPGVCTRCCMKDTVAPSLFLPDESSHSTDEERRIAIGQQVER
REVPINKWACNHCTFSNTDLCSDRGAARVHTAAGVNAMMFSAPTTAEQ*                               
>Cfra_g1952                                                                     
MATNTPLVLEIRALQRNKEAEAHKLLRRLAGQVKKVMEARSWKVVLLSEFFPKSPNLLGLNVNRGQEIRIRLRPANDPER
FYPYEHLLDTMLHELVHNVHGPHDVKFYKLLEVIRVECKKWMDKGFTGATGFDTVGKKLGGPRWCNPSEAEKHRVMELAA
LKRRQNTLYMNGVRLGGNTNLQSAGRTPSELAAWAAEKRMKDNLWCGGECNDATEEGNQSVNSSGANLNEVAEASVTNLP
QSSLSPRRTVTQPRRHTHTAGPMSTRVPTRTHVPTSTITSATEIIEILDSDDDSYNHDLNLQTIDMITNTKVASSHDNKH
TPTFTSSTATKTEPLTACDDIRPITLEAKHVSWACIHCTFSNSSVNSVRICSVCARTQH                     
>Contig34868_Abeoforma_whisleri_fr3                                             
LFSLFFFHLLKSMSRHASVRDVAYQVKEIKVLKNQNRSDEAQKLLEKIAQQVRPIMENRKWSVGVLLEMYPKNACLLGLN
VNKGRQVKIRLRKARNPDEFLPYESLLGTMLHELTHNQIGPHSAAFYKLLGELTTECENLMAKGIFGSMKTGGFIGQGSR
VGGRQPVTAYASTVAGKAAIQRTGRKLIGTNGSQKLGGQIRDQETIPMHILALRAVEKRLNPNLWCNGQDVEEESDSPLS
NGNKLNRPERPQNTTSPPPESRQKKQIVTTTAATKNHDKSNRSLSQKKTEVETWLCDACSFRNLMKVKNCLNCDRVDPYK
IRALLVFSIEALASCSPPRSSVPPSSSSSLSHFTEPVPNWSCDYCSFVNSKPFGLSCEMCANIRKVKEKRHSCAGIDYWT
CDSCTYHNSLSEKFCSICTSAKQEIPSY*IIASNCLDESTKTYTYIYIERERSEKFIKD*RDTKR*IRSGYIYHLSSESK
LG*FMSMPINMIGSGYMPFLSTGNKRRYLMC                                                 
>Contig235_Pirum_gemmata_fr1                                                    
HCV*FR*PYEF*FVSLAQDYEFMIFCHELAHNKRDNHGKLFSQEEE                                  
>Contig53285_Pirum_gemmata_fr4                                                  
KALKLLNRIADQVRPIMKNRKWHVGVLLEMYPKNVCLLGLNINRGQQIKIRLRNAKNKNQFLPYESLLGTMLHELTHIVI
GPHNNKFNILLGQLTEECEQLMVKGITGRPGGFDGVGKRAGGRQKTGYASTLAAEAAMKRNANNKTPSSSGGQKLG    
>Apar_comp134378_c0_seq1_fr4                                                    
RFDT*T*QVRSPEASNFLILLEHAAEAVIYAGRETRNNSHHQPTTHPPQATMSLNTLSDIAPNDYRVHKFEALKREGEDK
AMALLKKLAAQVRPIMKKRQWRVGLLKEFTPKNPNLLGLNTNRGEMVNIRLRPARNLSEFYPYEELLGTMLHELVHNVHG
PHDSKFYKLLDEITEECEKLMAEGITGAEGFDSDGRKVGGAFRNPSDAEKRKFAAQAAAKRSQMNTLMSGSGRALGGSVP
KVGGRKMTPRELMLQAAQRRRKDNVWCGGDHGDGGEDGELYKKVCDGENSDKGGPMQLSDGSPPGPKSVPVKLPASQPPN
AKNPPMPARRLPENGETRQTRPIGGVDGRGLKRERSMDGGDFSRGPEGWACPICTYVNAGGLKSCEMCACPAPELPAPAP
ASTCPPTTDWACPHCT                                                                
>Contig4636_Corallo_2_fr1                                                       
AVWESRRM*FQPCEV*KNYWNSRTMEVKISWKGSVRSVTVSCECTYGEFKKILVEQFSLAVETVKLAFPGSVKVHDEERI
SDIKVIANGGLIRLFATEQSTLQDTLQKEAKLKAAQHIYDRTHASATIYSAVRDRDLEWGKTYGFKTMEVLHKFRSPPPY
AAMALLERLNSDPGIRAVMKKRKWLVGKLHEMEPEGKVGVSEVCILGYNKGKGMEIALRLRTDDLSGFRYYETIKKVLIH
ELTHMVYNDHDDDFKKLNSELTKEADQLDWTKSTGHVLGSNATSTNSDVFNPRPLGTAVGGGIDDPLDTTDDLPNVVEQT
SRNNLLLADPKGTGKGLSSARKAAAAAAERRMKQRQQQLKDQQPKKRS*KIEKITEQYSVQWSSPSCGHRCWSQVLMVLA
DQGSRSPIWSLFLMAPQTGTTVPAAPFPPHPSLRTSLPHPSVPILAHRLQASSRRRRRRYSSNTGFS*QRSFRFPIS*WS
RYPWHN*TCANRHNAPRFGLFWLYDNTRWAETGC*QPLTHDITCLPYATEL*VQLASWDHIRHGPYHL*DTRKQNPRLRM
VPRRTIG*ISAWRWLQLSRQCQSLRLCAKKGSNSNIENGEAL*EDHGMILQGLQKESVSLKCLRQTESCSKVTWNPLVIP
KRIQLLLTKEFSWSKDRLQILYRNQQTTCGTLT*CCVAGCRTQFFQQKRS*IGETLPWSTCVLYSRERTGAFPHSEALEM
DLVQRVVI*TFSYIRITLVRNLYLGTLRNSRAKASGK*IVKH*VRQNSYYRGQKGDATRIWSGFREQECHCSSLWIEKQM
*RVM*AGMARLGFRILNCCERMWI*IQCTETWYTLLNTGPGKLAFSVEDMPSIALDCH*WFCSTSKRV*SPK*CHHYMQW
KPWANHRHGGQKPARMNGIRKQSEAADWGSEIPQMNVTTRPCLLDSSTTTPNSRMPIT*SVSGQVNLWPCRHQAFQPFSE
DAIPSESDCTVKIPWMATTM*PE*SVDC*SPRCPGNLNSPGKRAWLASTWICLP*VLKVC*ANISTSPR*NMPGTSTERL
GESTKRRVLPESGQQTRQHQTIRVRIFTTRKWARSLRAGT*KGIVVYGSSRPRMDSSCSRYKYNSVIYNY*PSFSKCTRM
ASSARRRWLMVCFTSLSISAYVCANPSGSKIGSHPKLLSPRDGTMRPSVRPSKTNISSPGPSVKAKVHSAYAVLSSKPWS
IRFSPSCPTFSRNHLMYGPGRPLRALKHRQVSSVITGPLMSWAASWHFFRAISSGSPCSSGRSIFLLSMSK*TDGLLLRM
CTTSSSFFLLPVTKVRVLLTELAIIVSRTREVPIAHP                                           
>Spom_NP_588321_1                                                               
MELKFSCRGNVIALSFNENDTVLDAKEKLGQEIDVSPSLIKLLYKGNLSDDSHLQDVVKNESKIMCLIRQDKDIVNQAIS
QLKVPDYSTNTYSLKPKKPHTTPKPASIYTFNELVVLDYPHKDRALRYLERLRDDTGIKKIMDSHRWTVPLLSEMDPAEH
TRHDSKTLGLNHNQGAHIELRLRTDRYDGFRDYKTVKSTLIHELTHNVHGEHDSSFWELFRQLTKEADAADLLGKPGSYV
SDRASYTPQQDNDDEDQKNHRRDLLLAAAERRKQSGSKVQKE                                      
>Tmel_XP_002841805                                                              



MTQDQIIGTYVHIPGKPREQHALYMLRWIASLVKPIMNKGGYKVGCLAEFYPVQKSLLGLNVNNGEKVCIRLRQPYDDSV
FLDIEECVYTMLHEITHNLHGPHNDTFYAHLKTLEESYSTLRRGGYDGEGFYSEGKRLGAGIPKNPLMSEARRRALAMAE
KRRDIYSGSGQMLGGGKDPLPSGLGIREKIAAATERRIRDSQTCGAGSGARDRGAMEAEAERTIRAGTVTVGEEEEEEET
KQEVVVLDEDPENEAAIMNAAIELIQEAEREEAEQKLLWEEQDGIVWIVDDEDGPIQVELPPAAATTAATTPSPPHPRIP
APIVITSSPPPPPPAEPQDLPPSYEQATTWACDLCTLINPSILPRCEACSFERPDSTDSATSPPPTPLSPIYQNPPLTQA
VIEGKERERERQKVRFLDMPLMIPEKRGEAATPAGWMCVRCGTGNGEGWWGCGGCGVVRGEI                  
>Tmel_XP_002839657                                                              
MARTTPTPYTFQTIRPLPHLPNSATSHAFLTRLATDPGIRHVMAKYRWTVPLLLEVEPLGNTTHDSKTLGLNRNRGAVIE
LRLRTDWYDGWRDYKTVRRTLCHELAHNVWDGHGREFWELTNKLEKEVEANDWKSGGRALTDQVFYNPPEAEAPEKGWEG
GEFRLGGGGGGEGPAAMVKMNSGSMVEGSQPSMREVLAKAAEERMKRQAAAAAAGRQKT                     
>Tmel_XP_002835325                                                              
MTLGINPRKRPPNANITFITALPGEDYDVALDYLERIAAIVFPVMRDNGLAVMSLDEFPATMEFWGRNFNAGEVIQLVLK
NPNTGAWLPFSFVQRVMIHELAHIKQMNHSRSFWSVNSKFSTQLQVLRAKGYTGEGFWSAGRTLLSERHTHDQPLAEDDM
PKSLCGGTYRSYEKRKSTQDANYRAKKPKLTYAERQQYRKERKFGPSEGEKVGADDNTRSVLEHGKKSTAAPRIAQSARG
RELRAAAALKRFEVLKVERVEGGVGDESDSNTESKGDWDEDEKKVDVGGGKYLDACGHGTAWECFDEESTGMSGKGKGRE
QPRGSTSNNSAKKDAVDLTNDDSQAPPPNCKPQTLNPPLALPNPQNPILSLSSRPKAKAPNEASKTTCTACSFANDPTST
LCCVCANVLNPGRMKNAWKCSCYGDLRYMNPGDAGICGVCGGRGGRGW                                
>Ncra_1833NCU02060                                                              
MFEIDPLVLAYSHLHHLPQPSSALHLLKKIASLVKPLMRARGWRVRELGEFYPEQDNLLGLNINRGAKILLRLRYPSDKS
LFLPIEQVADTMLHELAHIVHGPHDAKFHALWNQLRDEHEGLAMKGYTGEGFLSEGRRLGGGSSNRGQIPMHEARRLARE
QAEKRKVQTTLSAGSGQRLGGARPRPGEDIRRVIVDAVQRRNKTLKGCGVKDTGDEGLAEQEIRTIEEQATRNGFRSKAE
EDEANEAAIAQALWELVQEDEKKKFGSGYVEPSREFPAGSQGGFLQNEEMGGGGLATSSSSAKPPPIPYHTKPTTRSTVS
SSSSPPPSLPAEPFNEPSTGWVCDICTLHNPDTFLCCDACGTERPPQASTTTASDPRKKTTGTKSSSSSRSAGKRPSSSV
VDLTKSPPSIRTRPSSSSHGSRSHSNSRTVSGSGPRRDKDKAKFILQAQAEAEAARRKLLHETWQCSFCGQRMEKQWWTC
STCGKMKDSSK                                                                     
>Ncra_5975NCU06782                                                              
MNDSEQESQPKGAPLPLASEVSTSYINDGEHFEMTIKFAPEKHSQSWLFRDDTTFEDILMALGHQWPEYEFSKSKAIVEK
RQSPPSSSTTTKTKSLLKTPDDDALPMQLYAGNSLRFMAPKKSALESLHAASASIAKREAALQAQRRMAYKGRPAAPTSS
QRPGAGGIHTINGSTDSDTRFTFQTIRPLPHLPNPSRSLSFLNRLASDPGIRAAMRSHQFTVGLLTEMDPGQYTASNHEG
TTRILGLNRNKGEVIELRLRTDAYDGYRDYKTIRKTLCHELAHNVHGDHDRQFWDLCKQIEREVERADYTKNGRVVGGAE
YEYGPAPVNESPDEGEEEEGMVMDHGGWTGGTYVLGASDAVPSSTSAESAGLTRREILAKAAEERMKKASGPKQGSENED
GRRG                                                                            
>Ncra_8171NCU09226                                                              
MPLGIQRINAKKSHPNDRIIFIKPLKGPDEAIAQDFLERIAAQCLPIMKANHLSITSLEEYEPNREFVGRNFNAGEVIQL
VLKSLSGHWLPFNYVQMVMMHELAHCKQMNHSRAFWAVRNNYADEMRLLWGRGYTGEGLWGRGALLSTGEWERNTVQPSE
GLPEHLCGGTYRSRGRKRKAKASKPKLSYKEQKERRILKKFGANGVKLGEDEKVKKELEGGKKVVAKPRVAGSARGRELR
AAAALARFEGLKKEKEEEEKVKQEEFDEDETGSGTESEEYEDEDDQDGVAAVDINGKKLLDGKGRGMIKVCEDENPEDQD
AQRELRELMGFNDGARNSTPRQPVIKAEPSPTDTGIPKNIIQAPVISQKNRKENLGEDARRKVSQIRSTVQTMNKNHHAS
TTTEKPPGVKPDPSRPPQKKENISPSSIPKSTPEAEPKPPSSRTCPICSFANEPTCITCTMCANVLDPKNVVGSWACTSQ
TCQGSQYRNAGDCGVCGVCGERKRGGTG                                                    
>Scer_SCRT_04847                                                                
MKTEGIKSPSAKYHDMAGSQRIPHKNPHIQKVAVLQSKPNKEDALNLIKEIAHKVSYLMKENHFKVTNLVEFYPRDQRLL
GMNVNHGSKIMLRLRCSTDEFQFLPMECIMGTMLHELTHNLFGPHDKKFYNKLDELIGRQWIIEQRGLYDTFLGNGQRLG
GRANLRSNRYPMTGISTNTGIVRKRGKGVKLGSLHPEGISSIDRGNSPRELAAFAAERRYRDDRWCGETKNNKDQIISDN
ISSSLEVVILDDDDEVLPGDTLIEVIDLT*                                                  
>Cneo_XP_569973                                                                 
MQAPQIRLNERQANPNPYVVFIRSLQNKADHTDAEDILRAVAAQMRTIMKDRFMQIGTLEEAEFNRVVSQPRQATGESEK
ADATKFAGRNWNHGQVGMIWHVQAVVVYSLTFQSIELVLRGPSGRFLPMPYIISVMCHEMAHIEQMNHGPKFQKLMREIK
ADVAKLQARGYYGDGFWSDGKRLADSVRMGGEGLRPSDFPEYICGVSSSDAKKARRGPRRQANRTTGLVKGEASHRSGRQ
TEYRKKAGRRNNADMGDNGLRLDGIRVITKQDREERKAFVDDKIQMLTRGGMPLARARKQAGEMWEQENPWWAESNTRSK
VAKSKSAAALRAEAAEARLRALAGPSRDTKHKLEPMSSNSEDEDESSDDGIEEIPDPHLSVEDRKKEMDEMDEEEKDGLR
GGWEDYITPPNVYRPITSTNSSDSSETKPSVKRPPPESSGPSKIRKLQHQAPLPFTTKSIKKERSSFPGESTSALGGRPS
IISPATPQMSKELGRGEDAFPREDGQPGWRCRLCTFINLMDHGRCDICQARPDGTLPEDVQSII                
>Ccin_CC1G_07591                                                                
MVHLRINETESNPNPHINFITALPSVPEIQQESLHVLRALAAQVRPVMKSHGFVINSFEEYEYNSVFAGRNWNNGETVEI
VLRRPGGDFYPTSWLMSTLCHELAHIKHMNHGPAFQALWKKLREEVRQLQNRGYYGDGYWSSGKRLADSAVIPGEGIAAG
EFPEYMCGGAQQRSRPTARRRRAGGPRGKRKEVVPSPHTGRQTAKKRKAGSRVTSKYAFTGEGNTLGGSSGETSKGKRAA
SNRAREERALAAERRLQALTGSLSVSSAKSEDPNSSDESDEEFEITTETDAERREALLNSKQSEDEIEYLGSGKSWRMFE
DDFTFSKSTGTQPSSRGFTSKQESNSQSSGSASTLKQMIGSARLRESPTNLGLGKLVQSEIDFRKKESLGLASTKGKGRT
LGNKPRSPSPPPVEDGWSCQVCTLINQPRHLACSVCATPRGETVPP*                                 
>Ccin_CC1G_13736                                                                
MAHNNVFVKTITHLKDRPNADHALELLKKTASLVKPIMRKYGWILPELSEFYPDNPNLLDVNAGQKILIRLRPYNSPTWF



YDLEDIVGTMLHELTHNVHGPHDDKFYTLLNKLQEEYYALKRSGYAGEGFYSPGHRLGGSSSSSSRDVPPHVARQKALEA
AQKRKQVSQVLGSGSRTLGGLGGGPSTRNLSPRELAARAAERRIRDAKSCGSQQGRELAERESAKAAQEGIRNEVIDLTL
DDDDDLWEPDWISDPEDGDDEVIIVEEVHRAPTVNGSKMKDSGRPPAPQGKGRQRAISPKPKASSSRNASSWACDQCTLI
NEGTAKECDACGFRPKPVEELVGWTCFVCGEIGMDHQFWSCRSCGSIKAES*                            
>Ccin_CC1G_14811                                                                
MSTPSIEAMNITVSSRGTAHRLALLPDSLLSSLQAELENLTGVPASLQKLIYKGKKAGQGSDSVTLADAGIKDGMKIQML
GTTTKDLDGLKDVEDEQKKRERILRERALKPQVKPRSTGPGGSSIATLSTLNASPSTSQYRFHDIKPLEHLPNPETARAV
LDKLATDPAIRHVMQKHRFTVGVLTELAPHEHPELLGLNVNKGEAIKLRIRTDRYDGFRLYKEIRRVLCHELAHNVWGDH
DNNFKELNSQLNREVFEYEKSVMEGARTLSGTPLSAFSWDTPSSEQEAEAQSYVLGGSDVQRMASDGDSPEQRRRRVLEA
TLNRLRKEEEELEQSCGTGHSIGSS*                                                      
>Umay_XP_762546                                                                 
MASFDLTFVHRKQEHTIQALLPTTTVSELRQAIQELVFVPRDKQKLLVPRSAAIADLNSHCDGDANTDQRTLAEVGLSSS
PSTKLTVLGPSSQELERLYQDEIELQKRNAPRQYHPSLLHGTKARNTSRAEATVSPFGSVYAHPSTPVSSPLHGKVIDYL
TRLSRDPGILHICELHRFRIGSLTELLPWEHPGLLGLNENAGQRILLRIRTDDAQGFRDYKTTRRVLVHELAHNRISDHP
PEFKILNSKLNAQIEAFERAKQDSTHSLVEGHVYEPLAPALAHGISNGHRLGGGTSNPEDSASATERRQRILEATMRRLE
REEQEIEQSCGSAAKAASQNGRRTPRAP                                                    
>Umay_XP_760221                                                                 
MVHLRLNDPDTSRNKLINYTTSLPQYDDADQAHHRLQQLAAQVQPVMKKHGFQINSLEEFEWNREFAGRNWNNGETVELV
LRRRDGSFAPLQWVLMVFCHELAHIKYMNHIPSQHGKLDRQLRDECRDLQSRGYYGDGFWSAGQRLEDNAFIAGSGTCSL
QDLPEYSCGGAFQSKPSKRRTSKRRRTNPATRSRARHFKGPSLHTGAQTAPNTKGGRRVHTSLPGQGSRVDGNNHLPAAS
ASSSSYKHDANSTFRKRTQTASARELRAQAALRRLAAPKSEDIKVKLANPLLCTPLVSTPSGSGTDEIKDEQVDTEIESD
TEDEQENEEGGLIIRLDDSSADEAEPRNDPLISSSSSCTGTVRVKQEFDHSTMASSESNQQRLERSRLYRQHQLKQGGLL
CSTDQDWHDFCSIAPLPSDSSDRSSVATSVSAPRSLPPLRNSKSDPIELVTSEEEDVKPAVAQQPARIRPRSRPRSPVQS
WSCRVCTLRNPPTAVRCDACLTTRGSLLVG                                                  
>Mver_MVEG_03342                                                                
MTSLDLVSTFTCLTSKKNHEEALRILKRVATMVKPIMKAHNWKIGTLAEFYRPGLLGMNTNRGAKIELCLRYHNNENEFL
PWEEILGTMLHELTHNIRGPHDEQFYKALNDLNNEYDKIVASGYTGEGFDSNGQRLGSKTGLSGRFGAGNMIAGGGNGEA
LVSGAAKSAAAMAAEKRRQINEMMLPEGGRRLGGGGGGCPGGYSNPDKKFWEQWHTAGELAVMAAERRAKDQIWCGSSGG
ASSASTPVPSPKLPSADQNTPRTADQAKSNLPREGQKLAGAFKRRASQTVVDLTLDDESSSTASTSVTSLPLDKKIKRVG
PSVTKDDPNWLSWSCPVCTLINRPLALQCECCLALRPN*                                         
>Mver_MVEG_08970                                                                
MATIQYTFKGQRHEAYMEATASTHDLLESISTQTSLPVTGLKVSYKGKALKVDHETPDDTSEHLLIKYPGINAPNVRLFV
LGTTEHDIAKVHTIDNHVQTRKNYRPVPAAKRLQPVRTPEDDKYTFGSIQVLPQFEQQDKARAVLERLKQDKGIIGIMKL
HKWQVGSLIELSPAEKTILGYNRNKGELIALRLRTDDLEGFRHYDAVRKVLLHELVHNVWSEHDDNFHALNRQLNKEVQQ
LDWTAQGGHKVSQGDFYNPETGGIPGYHDDLEEVGNDSAWQGGTYVLGGGRGRTETMTTRELAARAAQLRQIESEKDEDG
MCGAK*                                                                          
>Pbla_Phybl2_139202                                                             
MIYKALKKPKEDQALDILKRVASQVEPILTKRAWKVTHLQEFFPSNPNLLGTNVNRGHTINLRLRLHYDDKLFLDYEDIL
GTMLHELVHIVRAPHDATFYKMLEELNQELDELIRTGYTGQGFYSMGNRVGTGQNPLSHQVKYRAATAAEKRRRLQGIML
PVGGICLGGIQHQDVSPSIMAARAAEKRKQDQVESTKRKRDQNHPVKKKIMIDLTVEWSCPTCTFQNYEKVFACEMCLSI
RPPDDVVPDESSTSIG*                                                               
>Pbla_Phybl2_147988                                                             
MSLSFRIGYKSNLIPITLPLNDTVLGLKQHLTSHTDIPPENQKLLWGGKILQNDQQLADLQLSQDSKITLMGSQPRQLKE
AAEIDKKLNERLTLAPRLHKKTIKRTPKTSEDHKYTFHRITTLPEFPNPDQAHKLLERLRDDRGVRAIMKARQWSVGELI
ELTPFEATLLGYNRNSGQLIAIRLRTDDLSGFRHYDSIRKVLLHELTHNVWSAHDDNFHELNRQLNKDVVALDWTAHGGR
SLDNEAYYDPEEREEGTSWESGTYRLGGSRSTPDLSQRELIARAASGRLTKKEEQEMDNGCGSHQG*             
>Mcir_Mucci2_108713                                                             
MSNDRINFKVTFKSQTIPFDQWETSSTVGQIKQHLHDTTSLPQDSQKLLWKGRILKDDTTSLSQVGIQDNSKLMLMGSLP
TQVQQVNQLDQKIQEQRKIAPLIRQQKKKQAQRKGPDPNANYTFHKISVIPEFPHPEKARQLLERLRDDRGIRAIMAARK
WSVGELIELTPFEATILGYNRNAGQLIALRLRTDDLSGFRHYDSVRKVLLHELTHNVWGDHDDNFHALNRQLNKDVVNLD
WTAHGAKSLGGGDYYTPEDQDDDEDAYGSDVLYESGTYRLGAGAKSEPSQAMTPEQRRQRLATAALSRLTKKEEQEMDEG
CGSSAQHPVK*                                                                     
>Mcir_Mucci2_111037                                                             
MNNDPVKEYKALVRKPRHDEALQLLKRLASQVKPVLLKHNWTIKNLVEFFPNNPNLLGMNTNKGWKVNLRLRPHYDETQF
LEYEDILGTLLHEMAHIVRGPHDEHFYKLLDELKQETELLMASGYRGEGFYSDGHLLGFQSVPRYMSSGIAAKAAEKRLQ
TSKIMLPTGGIRLGGGSGSSTIKHMTPAQAAARAAQKRQLDKVWCGGSVVEAQQDSSSSSSNSGASSAAPVSPPAVSSEH
VTRKRKLSSNIPAAEMDTQSKNKRRVIDLTTATTTTTQQEDGWACPTCTFLNGPITLACQICLTERPHDDVAEEAADVSD
DSCWSCPQCTLKNEKKWTTCVACQFVQLR*                                                  
>Rory_8848                                                                      
MLLMGSSQKAIEKVNSMDKKLDEQRRIAPTIRAKKGPQPVKSMEELKYTFHKISVIEEFPHPEKARNLLERLRDDRGIQA
IMKTRKWSVGELIELTPFEASILGYNRNAGQLIALRLRTDDLSGFRHYDSVRKVLLHELTHNVWGDHDDNFHALNRQLNK
DVVALDWTAHGGHSLGNGDYYDPGEQEMTDDITYETGTYRLGGSSGTQANSPEARRELLARATLSRLTKQEEKEMDEGCG



SA*                                                                             
>Amac_AMAG_01823                                                                
MATIAVTFQKLAPFTLTDVDPAAMTVGELKDQLEAWSHVPVSGQKLLFKGSLSSPVFSCCVWIFSDTELASGPGKSLADA
SRPLAEFGLPAAGTAKLLLMGSTSEAIAQVQRQKAPVPYKPVSLYGQSSPPRGHVRHVSSVDDEIGFDAIDVLPLPMADR
ARALLDKLRNDVGIRGIMKQYKWRVGKLIELSPTVHTCYHGVEHTILGYNRNKGQVIALRLRTDDFEGFRHYDSVRKVLL
HELAHMVWSEHDDNFHALNRQLNKDVVELDWTLRGNRLLAAAGTTSVFGDTDDATDGAYVGGAFRLGGSTSSDLTPAERA
ARAALSRLTKAEEDEQDRGCGGARSTQDRV*                                                 
>Amac_AMAG_03853                                                                
MHQRAATCAAVTPKDIGSVLVIFFWENHLDLAPRAVESDQDVGPKPRTAQSCSSSKACGPAFTLWGIYAATKRAHFKAFA
VINMILWVIGLIADILNRFNVWTILIDILLAYIAYVFWVYAGILERGNKAARSDVEAPVVASVAPVARAVETNTAAMTTT
TTPAVVADATPVIAPAVEPVVGAKPVATAVAFDGQVYYVAKIVDLIQYIEQTGYTPQYATAMSRIKERYRSSVISEGVIE
EGMTSYTVNKGEKIVFCLRSRDTSSVLYDDNLLFSVAMHELAHVASVSESHSPEFQDNFGLLVGKAVERGSFVHRDQDVD
YCGLHLTRI*                                                                      
>Amac_AMAG_04325                                                                
MATITVTFQKLVPFTLTDVDPAAMTVGELKGQLEAWSHVPVVGQKLLFKGISLADASKPPAEYSVPATGTAKLLLMGFTQ
KAPAPCSYPRAACFGHPEYRTILLTLRATVVKPVSLYGQSSPPRGHVRHVGAIDDEVGFDAIDVLPLPMADRARAFLDKL
RNDTGIRGIMKQYKWRVGKLIELSPTEHTILGYNRSKGQVIALRLRTDDFDGFRHYDTMRKVLLHELAHMMLRGNRLLAA
AGTSSVFGDIDDDATDGAYVGGAFRLGRSTSSSDLTPAERAARAALSRLTKAEEDEQDRGCGGGQSGADHV*        
>Bden_Batde5_28077                                                              
MELRPLKRRQNVNTAQKLLERIYSDVQPIMKLHNFRVGSLQEFYPTNPNLLGLNVNHGQVIRIRLRHAFDDNQFLEFHDL
IGTMLHELAHNVYGPHDAKFYKFLDRLFDNYERSQDAGFRSNGNRLGGRHVTEDQFKKESIAAAEKRRKLNEIMIPVGGR
KLGTRSELDNIMTPAQLAAMAAERRAQDSKWCGIGSDECDHSQKDMEHDHFCPIGDAADPILTQFKENDPLLEMSNIAGS
MKRSSQASFSSNTCIPACQSQSPPASMLTSADNQVVIASSSVPAFANESVMASSSSLTRAQSIDQTEHPTVSKIKTDLTA
ESLSMNSYDGSSYSQPIIIEDIVEASWQTDVVDSSKTWICLTCTLINKSPVLQCECCLAIRSK                 
>Bden_Batde5_33196                                                              
MSTPTLNLSVSYRAKTILLQNIDPHTSTIDSIKCQIVDSPQTHRLVYKGKSLFPDSSFLIDHIVPPTSQSKELKLMLLGS
SALEIDAVHKHDTNHSIRVQQNARAVLARPKLQPPPTYCNTIRVLDEFSDKHLAMQLLDRLRRDWGVCTVMHKRGWTVGV
LMELHPNERAILGYNRNKGQSIALRLRTNDLDGFRHYSTIQDTFIHELAHMTHTDHDSNFHALNRQLKKEIDAINHGNKV
GGNRMNTYNGPSDPKLGDTASGQRFEGGTHVLGGGQLAAAIPTGNADNRVSRKVLETAATLRLTEQEKEITEGCNTQLE 
>Spun_SPPG_04414                                                                
MVMAVLDPSSDQNGGDNVISFSVTHKGTVVPLTFALLATISDVKAHLASLPSINIPPHAQKLLFKGKSSYAENATLASIG
VKTNAKLLLIGSSAAEIHAVQEATKRKQEAQARAASQRPVRPSQPIRSIGSVDDANYTFHSIRPLPGFSDEKQATLLLKR
LRDDAGIQSIMRNHKWSVGALVELHPSERTILGYNENKGQRIALRLRTDDLDGFRYYDSIRKVLLHELAHMVHSDHNADF
HALNRQLNRECDAVTRGGRTLGAKGEYYNSGEEEAVDAPAFMGGTFRLGGGSQSRDNKSQREILAEAALKRLTREEVELV
EGCGSGIHADDSDDAHQAASQNEP*                                                       
>Ttra_AMSG_06793                                                                
MSHASSAGFGSGFGSGSGIGKVTVKDMQDKAALELLTRVVDDVRRIVDDHGWRVGMVGELTSSNRRLLGLNVNAGQKILI
RLRNTLLGPLFPYDDVMETMLHELAHNDVGPHNTAFYALLDKLRGELASLKRNGYSRPFAGSGRTLGGTFLNWDAPRGPP
VAAASAAAVRRAKLGRIMGSGVLGSASTARVGKKLTPRELRARAAEQRLRDQVWCASRGDLDEATAAAEVAVDAATVDTA
AAAEADVETPDVICKCCTLVNEPQFLCCDACGSTRSGHSSTDPPPPPPSLLASSPPPSAPSTALPRRKRSLSTSAPQPSY
TTASGSKRARSLTHSRNTSSFWTCPACTQINEVTGSAVCHVSLLTGFSKDISAVPKGWTANLVEFDSVINQSRVTVAPYS
PDRCANWVL*                                                                      
>Acas_g4241                                                                     
MKAVLFLFALFLAVPLLVQADTCGGNCPSNDCSSCPCGYSSSYVDVGSACSQFSGWDQGCCQCIANHESGGNLNAANQNY
DGSYDIGLWQINDQNWGQCSGGNAPCDFNSNLNCAIKPVEVSFDSLDAATVGDLKRRLAELTGVPIENQKLMLKGMLKDD
SKTLAQVGVKEGAKVMMVGVSRDERQKVEALAAPKPLYELRNPQDREHKEPEVVPKKKRFHYINTLPLPRAEELLERIAA
DVGISGVMELYGWNVLYLKELSLNQEDKLGWNVNQGLEISLRLRVDKDHQLEFRSYEEIKDVMVHELTHMHIGPHDASFY
AFNRLLHQQIADIERKEAAKSQKWYDVMQEAEKKSGYKLGGVSAGEHLAHRPQDLALQAALGRISAREQAITDGCGGSIR
ADDAEKAERAADAKSEQPHQHTSQTTAAAAASAGSRDTHAPSHQRQPEATKQQQQQRKRERETERQRSEEARQHAAPTGP
AAPAPSGAAEQGRAVGSAAMPAPETAPQWACPACTYLNRFNRPSCEMCMTDNPAYTASP                     
>Acas_g4934                                                                     
MKKIESTRIQPEQEQILEREIVNLLSAHSFAQSHPSEKVVRLLNQYFFVHPLQYANVTPLAQQQRIPPTLFFIPSTAGTS
PPFIIIIIFVIIFIIIIIIIIIIRLPPIAGILTCDKVRLPYLDMEDFLVQRGSGTTTAIVPKSLLKKCDRFFHHLKVRNM
VREISLDDLLDELKRRELSLDELTQVVKWFSKPQVEYALFVNQRKNVLKLLSSLTVVVRETKEQEVIEPSGDGAPAATAA
VVSFRPVRQNLGEVQFFVGASKAMRGLPLPPATLDPFISASLSAVLHKNLLLKRFGWRELTAWDWWGHIRNNLHLLTAPG
GTDVLKHIAEFFPHLPEGNKNEVVAVLRQVACIPIEPRQAFRRPEEVYFPSVRLFSDIDHVRADIIRHDTKPFLKALGVR
DTVDLKLVLGRLEQLRWNVRDLVDYLTKQQPSFTPADWNLLRNSAFLPAVVYKRKVATASAAADDSTTPIPAAAPAEGGV
MAVGAPVAQRRRAAADVFATEFDEMRDNIPRKASELFFPADEMKALGFIVLDWSPKAADQQQPQQQLDPKSKQAQLLKKI
GLLDKPDLLSLVILASSYPYDGADEHSEGEQMREKILKYMEANAAELLRAQPHGFNVRDIEMRFLPARVRTAQARPPPEV
GAQPQPQAEYGRLLCDPKRCFLNDSPFGFPVVEERWRGLAKKLNIAADPPLTSIINMIVKAPPADQKSGEEVFEYLYSRL
QEFTREDRRTLLATPFIPLTYGRPTVRMSATHERSAFDVFDNLLEFVDFGERGNQFLRSCGVEEYPTPEQFANNIMRHHQ
RYLAKNGVARYLRLLSLFAAAFPHIAPPPPTTTTATPAVSSSSSSALLNQLRQCPFCVALRYTDDDDDDGGSGGGGGGGK



KGGKEEEEEEEEKVREETALMKKASECYLIDNERFAKLFNPPRIPHGSGDAAFSSSALEKMYESLGAKWITSDVKTSCQR
EGELRATPKAKKLKRLLTDRKPLLVNNMNGQRRKNLRSNAEDVLSKLQVFAVAKIERVLTFKHQRVTEEASVAVMNHEKY
CDFSGKLALFIVEAMELDYFDIGTELVGLLYRKSVHDDALLTAMLLQTPLPTLRKRGWPVDRLLQKEDGGGAGALVYHGA
VQPRELQLQPSEPPVGKGGGSGREGRQMTSAPPLSQPPKADSQPTKRPSGFFQSLWDAIAAPPAPAAPPVTPKPTTTTNA
PAPLQMETTGGGRAIAAPAESSAGPPPRQVPDVQTAGGAEIVSRVKHEADDPIDAQRMYQQMESEAKRALQGVSQGASQV
IHQQPGERNEVNYFCEVLPEQTLVNVDQVHGVTLYLEEGSTLSTEHVQGAQVMAQVLLQLAGVFGIPANSLHMWIGYKGR
RIAFNRGNSLYFNLTVFIDLRFRTRSECMRYWYMVMCHELAHNNVSAHNEEHESLLSWLAFRHMEALNALLGSTQQRLPE
VAATHT                                                                          
>Atha_AT1G55915                                                                 
MSSANLEDLNKVWEIKALKRKPREDEARKILEKVANQVQPIMTRRKWRVKLLSEFCPTNPRLLGVNVNRGVQVKLRLRRV
NHDLDFLSYHEILDTMLHELCHNAHGPHNASFYKLWDELRKECEELMSKGITGTGQGFDMPGKRLGGLSRQPSLSFLRAT
AATAAEKRVRAGTLLPSGPQRLGGDSSIMSDLSPIQAAAMAAERRLLDDIWCGSQSTDALEDEENDSDTYKEPVSIRETC
TSVNGKSVKRCNSWSNAHSCPPSSSHQQGSDVIDLTEESFEIRCTKRNRSPGDQGPSCAKDVPNAGVMKSSIPLPSTSYN
ANQSREESTMWECAECTLLNPSLAPICELCTAAKPKEREMKHKVWSCKFCTLENEVKLEKCEACGQWRYSYGAPLSTGAP
NVGT*                                                                           
>Atha_AT5G35690                                                                 
MVSHRMEDSGKKIRVSLLWKGNKYSVEIDSGASLKDLGYELRKLTGVTSETLRLIVPRLNEKGSSLMLPFSDEHSSLSLQ
ESNIIEDKTIRMMGVSEEEVEGVLKEAVSDMRILGFEEEERRLKQKKSYVSSASIKLPQGTYIFGDFRTLQLPGIELNPP
PSAALKRMHMLAADPGIIAVMNKHRWRVGIMTELAPVGYVGVSPRCLLGFNKNQGEEISLRLRTDDLKGFRKYQSIKKTL
LHELAHMVYTEHDEKFYALDSQLNKEAESLDWTKSRGHTLNGTKFINDDDEEDYFFDENETVSQRLGGNQSDNLGNARES
SVAAAYRRLSHTSVSKLSEEPDPDDLVDVRDENKQLVLPKAQSDSMTKFEPDPDDTTADDATKTESCHSYEMASDLAHPT
KDDDEPDPDDSETHTSIGEVENMKIVNDTVMLCGNLNADEATQATPEPNNAEPYPDYNLVVTERETIMEVDEPDPDDQEI
QRIQDSVTIISNRLKKAIKALRNEVSPGQATTVLQMLLKIVRNIIEQPNEMKFKRLRKGNPAIKRNILNFPAAVEILSVV
GFVDEMVSESTGAQEPYLVLKRNDPGLLWIAKSMIEESHPTGS*                                    
>Mgut_mgv1a007958m                                                              
MNSGDLKKVWEIKALKRKPRSEEAQKILERIAKQVQPIMRNHNWRVKLLSEFCPTNRSLLGVNVGSGINVKLRLRRANND
NDFLPYHEVLDTMLHELCHNAHGPHNSSFYKLWDELRKECEDLINKGISGSGEGFDLAGKRLGGNSHNRSLSSLRKAALT
AAENRVRLGSIMPSGPKRIGGDSSIMSALSPAQAAAMAAERRFQDNIWCASEFYDLTGEDEFIDNLPNSSDNNGCCSEIS
KTAFDERDKMVKSRKRSRESDNGGQESAFIDLDKDVLNSCLDEKPPIKNFQNRGEASTSSSVSSHDPMHDNRCGTWQCTS
CTLLNPPLAPICELCGTQKPKDENLKSVIWSCRFCTLENDVKMDKCGVCGSWRYSYGAPAATPAPYLGT*          
>Mgut_mgv1a002883m                                                              
MEVISYTHHGTKVWEVYTSGRLKRPSKCSLGKESTVKSLNIMEQKQDLQSCLVLWRGRKLVVEMNPSDTLRDLGKKLQEL
TNIEADTLRLLIPTEKSSKLIYPFSDDHSCLTLDSTSLLKVKSIRMMGVPKDEVDEVLKNAKADLRIAGFDEEEKRMKQR
NINRSYSSPKLPQGTYVFCDFRTLSLPGVELDPPASKALELLHKLASDPGIVAIMNKHRWRVGILTEMAPIGYVGVSPKC
ILGFNQNHGEEISLRLRTDDLKGFRKYGSIKKTLLHELAHMVFSEHDSNFYALDSQLNKEAANLDWTRSRGHTLSGVTNS
QHYEDEFDSTSNATPSQKIGGQASALPNARAASVSAAFERLANSFTTFSSSSEELGAVSGVGFNQNVSDDNKDDESMDPR
LTKVPLPVASENDKCEQSNPNKSRVSPIEPNFNADIQRKALEPELVDSGEEPNHRRFENTVVPDQRDSVTPMNIEFPSHG
NEMQIEPDSGEPIARSQTAEPEPNDPELQIIQDPVTVVLGRLQSAVQSLKYQVTPSETGRVLQTLIKIIRNVIEHPDDVK
FKKLRKANPTIQMNILTYKAAMDILTMIGFVEDVIVDEWGKADAFLMLKRNDPGLLWLAKSSLETYIT*           
>Acoe_019_00024                                                                 
MNTGDLNKVFEIKPLKKPGEDEARKILDKIAKQVQPIMKKRKWRVKLLSEFGPSNPSLLGLNVGGGVEVKLRLRRSNRDW
DFIHYDELWDDLRKECEELMSKGITGTGEGFDCPGKRLGGFTRQPPLPLLKPARSGLTSIL                   
>Acoe_032_00104                                                                 
MNSDATLKEFGHKLQHLTNVKPDTMRLLLPRSSDNTSKLLTPFSDDHSSLSLKESSILEAGGKSLRMMGVFEDEIKVVSQ
NGTKADLRIAGFDEEEKRIRQRMSSRPNSSLKLPQGAYIFCDFRTLHLPGIELNPPASEALKRMHMLAADPGIVAIMNKH
RWRVGVMTEMAPVGYVGISPKCLLGLNKNHGEEISLRLRTDDLKGFRKYESIKKTLLHELVSYLFWDQGLDWTRSKGHTL
SGLRRSDHYEEEFFEEMGSRSQKLGGKTTDEMATARATSVAAAHRRIVSSLNNGVKGHDAKVEPDPDDIDSEMHIEPDPD
DSTMNVERPQEGENNPNCEPDHDGGFDSYNRLAEPDPDDSLKNENLNDGNQPSVVFQEPHANDVEMKGSMSESWNFVELD
PIKIQGEPYSDESNLKKATWECGISVEPDPDDSLVNRAMQYEDSHLVESGEDVSHINKIQKEPEPDDSSIEKAAIGSNVG
HVPHALTGDVLQHEPDPDARIEDIMDTSNSPYDLTNLNDEELQRIQDPVSVICTRLQKAIEMLKSEVNPAEANLVLQTLF
KIIRNVIEHPDEIKYRRLRKANPQFERNVAKYKAAMEVLFLVGFNEDKIIDEIGRSETYVVLKRNDPGLLWLAKSSLEVC
IAYMNSDATLKEFGHKLQHLTNVKPDTMRLLLPRSSDNTSKLLTPFSDDHSSLSLKESSILEAGGKSLRMMGVFEDEIKV
VSQNGTKADLRIAGFDEEEKRIRQRMSSRPNSSLKLPQGAYIFCDFRTLHLPGIELNPPASEALKRMHMLAADPGIVAIM
NKHRWRVGVMTEMAPVGYVGISPKCLLGLNKNHGEEISLRLRTDDLKGFRKYESIKKTLLHELVSYLFWDQGLDWTRSKG
HTLSGLRRSDHYEEEFFEEMGSRSQKLGGKTTDEMATARATSVAAAHRRIVSSLNNGVKGHDAKVEPDPDDIDSEMHIEP
DPDDSTMNVERPQEGENNPNCEPDHDGGFDSYNRLAEPDPDDSLKNENLNDGNQPSVVFQEPHANDVEMKGSMSESWNFV
ELDPIKIQGEPYSDESNLKKATWECGISVEPDPDDSLVNRAMQYEDSHLVESGEDVSHINKIQKEPEPDDSSIEKAAIGS
NVGHVPHALTGDVLQHEPDPDARIEDIMDTSNSPYDLTNLNDEELQRIQDPVSVICTRLQKAIEMLKSEVNPAEANLVLQ
TLFKIIRNVIEHPDEIKYRRLRKVLIFVQHAFLVTLGFK                                         
>Acoe_049_00088                                                                 
MNTGDLNKVWEIKPLKKPGEDEARKILDKIAKQVQPIMKKHKWRVKLLSEFSPSNPSLLGLNVGGGVEVKLRLRRSNRDW
DFIHYDEVLDTMLHELCHNDIAPHNATFYKLWDDLRKECEELMSKGISGTGEGFDCPGKRLGGFTRQPPLPLLRQSALAA



AEKRARIGSLLPSGPKRLGGDKGIMGVLSPLQAAAMAAERRMQDELWCGSQASGVPVEVESSSDVWEIPPPRSLPGESSK
CSSDSATHSSDRMPGKKSHVEENFGATNNVVQTSTPDSLLHNSITDGVGIEERSFWECEICTLFNPPLARICEACGIEKP
KDARTKFKIWSCKFCTLENSVKLEKCSACGQWRYSYGDPVSSRLNLDT                                
>Acoe_083_00050                                                                 
MMDLGDNNKVWEIRALKRKPEEDKAHKILDKIAKQVQPLMKKHKWRVKLLTEFCPTNPALLGVNVGRGIQVKLRLRKHNR
DLDFIPYNQVLDTMLHELCHNVHSPHNAAFYKLWDDLRKECEELMSKGVTGTGEGFDCPGRRLGGFSRQPPLSSLRQTAM
NAAEKRARVGALLPSGPRRVGGDSNIMSALSPMQAAAMAAERRMQDELWCGSQASEVSLEEESSSDIFQAPPPKGCLAES
SKRSSNLETSASDKIHWKKSRIADTVLATNISSNVGPKCCRTENIVQPSTSGPILDHKVTDCTEEKSSWECGICTLFNPP
LAPICEACGNLKPKDVEAKFKFWSCKFCTLENNVKLDKCSACGEWRYSYGEPVSSQLNIGT                   
>Bdis_1g46900                                                                   
MEVGDLHKVWEIRALKRKPDEPSARALLDRIAKQVQPIMRRRKWRVKVLSEFSPKNPRLLGLNVNGGVEVKLRLRRAGRD
YDFIPYEEVLDTMLHELAHIARGPHDAQFYKLWDELRKECEELVSKGITGPGQGFDGTGRRLGGFSIHPPPPSLRQATLT
AAQKRARNGALLPSGPRKLGGNNDIMSALSPIQAAAMAAERRMQDDLWCGSHDQSGIDDSEDVVILEKPPNWPTRDRKDT
EDGKNAKGVSSSGSGESSTSSGFQVGAQGDSSSCRTTDASMSSLWECSSCTLLNQPLAPICEVCGTAKLKLAKAKYTTWS
CKFCTLENNTKLEKCSACDQWRYSYGPPVATYGSSYD*                                          
>Bdis_3g39600                                                                   
MDGNRVARMSVTWRSRQLDVDADPNCTVKEFGQLLQDLTNVKPETLKLIVPQSTTKGSKLIMPFSDSHSGLTLKEAAVSE
GKPIRMMGVFDDEIEEVSDNGKRPDMRIIGFDEEEQRLRQRSSGRPKFSLKLPQGQYIFCDFRTLHLPGIELNPPPSEAL
KRMHMLACDPGIIAIMNKHRWRVGIMTEMAPVGYVGVSPKCILGFNKNMGEEISLRLRTDDLKGFRKYESIKKTLLHELA
HMVHSEHDANFFALNKQLNEEAASLDWTKSSGHVLSGRKIFDSYEDEFVLEPDADVVGHKLGGGSSSSASAGVLSGAAAY
QRLLNAASTDLGSSHNRVVTATKRGNMQGTQVEPDPDDDDQDLVQEIVKVEPDPDDNDAMHVDIAIVTSGPSGNMQGTQV
EPDPDDNGKDLVNGIVKVEPDPDDNDAMHVDVAIVTSGTSGYSEPDPDDAGEKNSLSSLEPDPDDSPVVGILNKEMKIDV
KHCKEPDPDDGAGEFVLDSGNKMEVEREPRGNTSVLKSEPDPDDSSNAILNKKVSIGDKHMREPDPDASTCGAVMKSGNN
IEVEIRPSNSLILKSEPDPDDHAVDLSSNELQRIEEPVTALFSRLQKAIEMLRLQATPPEAATVLQTLFKIIKNVIENPN
DIRYRRLRKSNPHFQRSVANYKAAMEVLELIGFCEDVVSDEIGRAEAYLVLKRNDPGLLWLVKSSLEVSMA*        
>Sbic_07g028250                                                                 
MEESRIAPISVTWRGRQLDVDADPSCTVKEFGQLLQDLTSVKPETLKLIVPQSTNKGSKLITPFSDPHSRLTLNEADISE
GKPIRMMGVYDDEIEEVSDNGKRPDQRLIGFDEEEQRLRQRSSGRPQISLKLPQGQYIFCDFRTLHLPGIELNPPPSEAL
KRMHMLACDPGIIAIMKKHKWRVGIMTEMAPVGYVGVSPKCILGFNKNMGEEISLRLRTDDLKGFRKYESIKKTLLHELA
HMVHSEHDANFFALNKQLNEEAASMDWTKSTGHMLSGRKIFDSYEEEFVLEPEITVAGHRLGGESSSLASARALSGAAAY
QRFLDASAKADHDASGTKIEYNPDDVPQDFVHETLKVQPDPDDAMHVDSAAGISLAGQPTISYSEPDPDDVEKHEKQSSD
RCLQPDPDVPSNANNLNQELRFDGRPHSKPDPDDSTNEVVPESGNKMEVDSELTNSVTVLKYEPDPADSSNAIVKQDLVI
DGKHGEEPDPDDTACQDVLKSGNLTERITEQSRNSTVLKSEPDPDDHVVDSNSNELQRIEEPVAALCSRLQKSIETLRLQ
ATPAEAESAIHTLFKIIKNVIEHPNDIKYKRLRKSNPHFQRSVANYKAAMEVLELIGFCEDVISDEIGRAETYLVLKRND
PGLLWLAKSSLEVSLA*                                                               
>Sbic_10g006070                                                                 
MEVGDLHKVWEVRALKTKPDAAAARATLDRVARQVQPIMRRHKWRVKVLSEFSPRNPRLLGLNVGGGVEVKLRLRRAGRD
HDFIPYEEVLDTMLHELCHNQRGPHDAQFYKLWDELRKECEELVSKGITGTGQGFDGTGRRVGGFTVHPPPPSLRQATLA
AAQKRARNGALLPSGPRKLGGNSEIMSALSPVQAAAMAAERRMYDDLWCGSHDQSGIDDSDDVIILQEPPNLVTRDGKHT
KASCSNTFAEPSTSSGIHIAARDDRTSDALDSSKWECGACTLLNQPLAPICEVCGTAKPKIAKAKYMTWSCKFCTLENST
KLDKCSACDQWRYSYGPPVATHGPSYD*                                                    
>Osat_LOC_Os06g09170                                                            
MEVGDLHKVWEIRALKRKPDEPAARALLDRVAKQVQPIMRRRKWRVKVLSEFSPKNPRLLGLNVGGGVEVKLRLRHAGRD
YDFIPYEEVLDTMLHELCHIARGPHDAQFYKLWDELRKECEELVSKGITGSGQGFDGTGRRLGGFTVHPPPPSLRQATLA
AAQKRARNGALLPSGPRKLGGNNDIMSALSPIQAAAMAAERRMYDDLWCGSHDQSGIDDSEDVVILEDTPNLPTQLGKST
KDGFSSSSENPSTSSGFPTAAQNGSSSCRITTDAGDSSLWECVACTLLNQPLAPICEVCSAAKPKTTKAKYATWSCKFCT
LENSTKIDKCSACDQWRYSHGPPAATYCPSYD*                                               
>Osat_LOC_Os08g39150                                                            
MEEKRIARISVTWRGRQLDVDADPSCTVKEFGQLLQDLTSVNPETLKLIVPQSTNKGSKLITPFSDPHSVLTLKEAAISD
GKPIRMMGVFNDEIEEVSDNGKRTDLRIIGFEEEEQRLRQRTSGRPQVPLKLPQGQYIFCDFRTLHLPGIELNPPPSEAL
KRMHMLACDPGIIAIMNKHRWRVGIMTEMAPVGYVGVSPKCILGFNKNMGEEISLRLRTDDLKGFRKYESIKRTLLHELA
HMVHSEHDANFFALNKQLNDEAASLDWTKSRGHVLSGRKIFDSYEDEFVLEPDSVVVGHKLGGGSSSLASARVLSGSAAY
KRFLNASADLESSKDSVTIPGNEILVPNTKFEPDPDDVGQDFSQDNTKVEPDPDDNDDMNVDVGTGASWSSVSRSFTEQD
TISHSEPDPDDIHQQSTAGCLEPDPDDSSNVDILSQELTIDGKQNGEPDPDDNGTSKFIPEPVNKMEVETELGSNFAVQN
SEPDPDDSSNAILNKKLGTDRSDETTCEAVVEECVNKMEVETEQSRNSTMSKSEPDPDDHAANSNISELQRIEEPVAALC
ARLQKAIEMLRSQATPTEATSALQTLFKIIKNVIEHPHDIKYRRLRKSNPQFQRSVANYKAAMEVLELIGFCEDVVSDEI
GRAETYLVLKRNDPGLLWLAKASLEVSMA*                                                  
>Smol_XP_002992776                                                              
MEMAGRADECKVCEIKTLGLENDGEAKRLLRAVAAQVQPIMRRRRWRVGVLSEFRPRNPSLLGLNVNGGREIKIRLRRHG
RDSEFYEYDFVLGTMLHELTHIERGPHDAKFYKLLDEVTKECEDLMAKGITGTGQGFDAPGKKLSNASHNPPASSLRKTA
LAAAEKRQRLGSLLPAGPQKPGGDISMRNSLSPAQAAAMAAERRFRDDLWCGAPETIGEDGDGKAKDRENRGNTLEAGPS
EACRYKEAPPPSKRAKVPEWECNVCTLLNPPLAPICAACGSTQPEANLSKNKAWACKFCASQNPVAIDRCVLCDEWRYST



GH                                                                              
>Smol_XP_002962564                                                              
MAGRAPDECKVCEIKTLGLENDGEAKRLLRAVAAQVQPIMRRRRWRVGVLSEFRPRNPSLLGLNVNGGREIKIRLRRHGR
DSEFYEYDFVLGTMLHELTHIGRGPHDAKFYKLLDEVTKECEDLMAKGITGTGQGFDASGKKLSNASHNPPASSLRKTAL
AAAEKRQRLGSLLPAGPQKLGGDISMRNSLSPAQAAAMAAERRFRDDLWCGAPETIGEDGDGKAKDRENRGNTLEAGPSE
ACRYKEAPPPSKRAKVPEWECNVCTLLNPPLAPICAACGSTQPEANLSKNKAWACKFCASQNPVAIDRCVLCDEWRYSTG
H                                                                               
>Php_XP_001764984                                                               
MPLHSISKGDLDKVWEIRTLKKEKDDVARRLLEMAAKQVQPIMRKRKWQVKLLSEFCPRNPGLLGLNIDQGREVRVRLRP
YGRENEFFPYESVLGTLLHELVHNDCGPHDAKFYGLLDVITKGISGTGQGFDARGQRLGGYTLNPPPTNMRAVALAAAEK
RAKAASFMPSGPQRLGGDSEIMRALSPLQAAAMAAERRLRDDVWCAAPTTTGGDGLEKAKEREDSTCAHPLGHTPTDTEP
SKVSVVDLTLSDSGDSISEWPCSVCTLYNTSLALACAACGNRKEQPTSTKEWSCKFCTLANSDLLDTCEACGQWRYSYGA
PSATRAPNVGT                                                                     
>Php_XP_001753579                                                               
MEVERDKMTVSVVYRGKPYTAEVSHDATVGELGKQLSHLTGVALHTMRLLLPRGRQSRFPALLPASEQHSFMTLKSAGIS
TGIVLRMMGATAEEVKEVSQPPNKRVDGRVIGFDEEERREKLRSGVGTRIQLPKGPYSFSDFRTLALPGIELHPPPHKAL
AIMHKLASDPGIVAIMNKHRWQVGVMTEMAPVGYVGISPKCLLGFNKNRGQEISLRLRTDDLRGFRKYESMKKTLLHELA
HMVHDEHDEHFHALDKQLNQEAIALDWTKSAGHTLNGSRFIEDDDSPMDVGGVSSGHKLGGISLPSSNIRSTAAQAAIMR
LEQNKQTSELSKADVFATAQRAGISEPDPDESMVHRSTSLPSWSSVEISNEPDPDEIAGEIVVTAEGQATGRELNDQNAR
MEPDPDDALQHSEEPDPDENTSSPLNHALLPVMDTRSRIPGQVYSRTEPDPDNLSIDQKHTSSSGFNEPDPDDMLIKEEA
TQEPDPDERMEMVGEPDPDESLRVNEEPDPDASAAESGRVEPDPDENARDLDLGMVDGEIARIQDSTAAAMARLQNAITT
LKRQASPSETNATIQVLFTIFRNVIDHPNEDKYRRLRKGNPTFHNRVAKFTGAVEVLQAVGFTDGGSPLGSGGTDCLVLK
RSDPGLLWLARSMLETSLA                                                             
>Crei_XP_001700115                                                              
MSRYDSKADFRVHDFRTLARSRDAEAMAMLKRIAHQVQPIMRRREWTVPLLSEFFPVQTNLLGLNVGGGGGRTREVKVRL
RPARDPDSFLPYESVLHTMLHELVHNVRGPHDKVFYNLLDEVTAECEELMAKGVGGTGVGFDGPSCGRLGSHAFIPQHNP
HPASLRDVALRGAAAPAGLERTQRPAAAHQQYQQQSAASAPAASQPQAAAAASSHCAAQTSRAAVAAPARSPATATTYCI
WCSGSNTSWNRQKGSEHTFGSGCCC                                                       
>Crei_XP_001691918                                                              
MSADEFTVHLHWRGGAHTVTIAHADPTLEELGRAICAQCGAALETVKLLVSGRKGYIAPAQAPGTKASEAAEYTFGRYEA
WQVPGLQPPPSEALKLLYRLANDPGILGIMAAHRYKVGLLREMPPEGKVGISPVCVLGLNTNAGQSIDLRLRTDDLKGFR
KYERIRETLIHELAHNEFSEHGADFKELNSRLGRDACCAPGSDCTGTSASGSSRNGCNVGCCAYRPLAEEWDALVNMDGA
FVLEQQQWQRGQQGHQDERGTDPAVGPEAPSAAAAATAANAAAVLPAGHRVLVLTPSDHVLQLVARAQSSAGLPTCHESA
TAEAETEAAEAAPCAAVSAAQPARTEPSAWPDATASCSPPGVWHCADEWDRDPERSWAHATAPAAASPSQPAALSARPCP
PPPPPPVTVVVVIRGTDPDVLSNVVADLQLAVALQLMAARRLAAASTTAANSCDSSAINPTSGNGGAGGGADAALLLALG
LCERVEVEVVRCLAFDSPGLLPADLQLVARHRLVPAEMRDTWTYLFRCTTAAVGRIVAYDAAVTCLAASLTAAVFAAGAA
AAWASAAATAAWRGGYTHGGVASGGNGTAAGGVGPSAGVAGRATALALAAVGAARGCVRKAASAGLAALSAAAGVLQSQA
QEQLQHHSTDSLALGLRGAPAGAAAVEAAAAIRAAAPTSTCAPVAPEGSPCGVCGRHGSKTGICGSGGSTNSFRNSGKGA
AGDRPAVVRMQSWPEWGMGVSGLRQAAVAAARVVAVPSPLCRRNIGFNFLTLVHMSKGVPISQRPELAGAPLQSRLDAVF
GALGGLAPAQASVPVQEAPAWSLRSEVQPFRSGQGIEDYKYSSDEEEDEREGLKPVMPSRLVDSDEEEDAGGCAGRKPGA
PTADPDADDGGVAAEQRAAREKERLRASLASRRAFEAEAEEDEYDRFATGTYSLRSRGAEDKPPGFTEVPLESAWERMHA
RLEQQRQQQAGQPQVADSGEAIAAPTDMEQDAPAPAPAPTTKGGGDAGEDAVAEASGAATARHGRRGRAREQAQVLMTLA
AAECAGRDPVAWLKSHVFTCSGGHLYVIGECGSPQVSAKCPECGAAVQVGGQNHLLGPGNSLAVHLVQQLLEGGAE    
>Vcar_XP_002949542                                                              
MSFTIHVTWRGRTLTISLPIADPTLNELGEEIEKQHGASFETLKLLVPGQKCQIAPARQRAQAASEAGLSNGCRVLLLAS
SAEEITRVRAAHDLPGMRSFDDELKRAARRRRTVRSDLNPQPPRAEYTFSSYETWQRPGLQPPPAEALKLLYRLASDPGV
MGVMTAHQYRVGLLSEMPPEGKVGVSPVCILGVNINAGQEISLRLRTDDLKGFRKYERIRETLIHELAHMEYGEHDNDFK
RLNSELGRECAAINARYASGGGHLLLSTATATGRSQREGAGIHERPFHGRELDDPALLLEDGTAAAVMAATARLSGKTLR
QLAAMGSNGPVQGVLPSGGGASGGGEGGGPAGVWDGGRSISRGGGEGTDGGGRGSSSEGSGGGGGGDDDASAHADGDGDD
PVRQFEHYDAATERAEAAAQRLGSVDEPPPPPPPPTTTTTTTTGLQQGAGNGAGDGGDGCSEEARAVTGRSRVVIQPQPS
PSPPPTPAVTPLAASTSLPTQSRAATPPTPSTTMLITAVTSVGAPSAMSAREQARDEVAAPPHDPVMMDLGEDADGRLGK
NLAPNMDQGLGSRVVESDVATSAAATAVATGLTAGATAAEVPVVEDVEGNNSDLKPGGEDGGVQLSLSLPAALTAVAQPP
PTTFLTPSPSVRLSLRAPEELSVGGRGGGGGGGDDGDGGGGGGSDADSGVAAAAQAKLRQAWNALVQMGSAAGGGTPYSV
VQTTPDSLPVAAVTAEDVASALDTLETMLGNAVHFPAEDRYRRVRLSNAAFQRRVGRLPGGVELLRVAGFVEEGSGPDAV
LRLRRNDPGLLWLVLSAVREAREQVAVQMHTAGGHLA                                           
>Cvar_EFN51114                                                                  
MTQHQEQRRLTVQFGRESAEVVVAADGTLQQLATALADRFSVAPHTIKLLVPGSKGALRLGEDQAGVTVQEAGLRDGARV
KMLASRQADVEAVQAAREDGRMASFEQELRRELRRVGAAPAAKGPPAGPHTFQRYEAWQRSGLTPPPSEALKLLHRLAAD
PGIVGVMGKHKWTVGLLSEMPPEGKVGVSPVCILGVNINRGQEISLRLRTDDLHGFRRYDRIRETLLHELAHMVWGEHDD
NFKELNSQLRRECDAFDWRGAAALSLAGPAFEGTVDYHLPPEQQTVMQQTAAASGKKLGGGTVPAADARQAAAEAALRRA
KGGAAEAAVGPSSTSQPAPQQLPQQHYTKGQIVMYRQRDGTWTQAKIAAVDSSVLPYSYGIEIEGHYRETEASRLAPLAE
PADGTAAVEGLGHRDAATEAKEAAVRGMER                                                  



>Otau_XP_003080718                                                              
MPPEGKVGLSEMCVLGYNVNNGREIHLRLRTDDYLGFRDYVTVRKTLLHELAHNVHSNHGPEFRALNSQLNAECERFDWK
RASSARVTSRAAEAYQPRDADARVEAPVARSLGAVADVARTTDDVRARRLAKFAAFNAADAADEASASSRAGGVDEDA  
>Mpus_Micpu70863                                                                
MEASPAHPGGDVATVRVTYRGDVVVATLARDATVRDLGAELERATGASLATQKLLGVKSGPRATAGVLVPSREADGALLV
AAVAGLCDAAKPLMLMATPREEIQRLHDAEGVDHRVRGFDDEAKRHRRRQRSHRSRSGASAASASGPPSAALHPYTFGAY
RALPIPPVLLASGAPPASAALSLLHRLASDPGVLGVMRTHKWKVGLLAEMPPEGKVGVSESCVLGYNVNMGAEIHLRLRT
DDLRGFRRYGRVRETLLHELTHNVHGAHDAKFKALCSRLNVECARFDWKRGGNGAARLGGGGGESIGGFASDGEESWSED
EAMAATRASSGNALGGGEGGGGGGGVLGSAAENAARAAAARAAECAEREMADLARDAIDAAAASFDGRGGDGGDDDDDDD
AMEAGEEEAAAAVAAEEEGRCDCGACSGSGGPFRIPPACLRRPASELGVVVPTADVAAAALAAPAAASDEEAEFETEANA
NAAEARDDEALAAVAASLDSSAAAAHAAAAAVAERAAAACAAMSSSTSVVSEVVVALDTIALILGNALSAPKGPSGDKFR
CIKQNNPAFVRRAGRLRGSTELLRAAGFAPSGADGGELKLTRDDPALLYVVRSAVCDAVERARARC*             
>Mpus_Micpu38373                                                                
MPPPRRPARTPARTPASSSSSSSETHRVHEIATLGRADDATARRLLERCAWHVQPIMRARRWRVATLLEMKPEQRDRVGD
NYNRGERVRIKLRNPASDTGWYDLGHVVLVMLHELVHNDIGPHNRAFFKLLDEITAECEDLTARGVGGTGVGFDAPGAKL
GHRGGWGGLETRSAKDAAKDAAERRARASAVMGPPGGRRLGGGETTEEIRKPAAAAAAAAAAAERRARGEDFAQRWGLLD
DVVVLSDDDDDDVVCGDAPPPPPPPRARKVLKDRRSPRRRGRTGTSANGVENGRGVARTCPCCAAALDALDARAADAHAR
TCEEMAEGAKGEGVKTEKKRDRGAAATGDDVIVIDDDDDDDDDGRRRGRGRAAAAAAWRCRACTLDNPADASNCRACETW
RFSRGAPAASRPTIG*                                                                
>Cmer_CMF024C                                                                   
MTSAVAQIGTNGAGASGDSPELRAPCTDAASSLEVRVNDRVLRVSAADPEALYEELREQVASAWNFARETVKLIAQGRVL
RTGDALLAAVQKQQPLRVIGTASFALERVQLARPDPLVRPADFDGPGRRPARPFDGELYPRAPVGSCSRWGFSELRVLGN
FADAHQAHSLLEQLARDPGVNYVMQKWHWRVGALCEMAPDGRVGVDPVCVLGLNQGRGAAIYLRLRTDDLAGFRRYDAIR
EVLAHELAHNEHAEHDSRFYKLMREILSEMNRRDWRRLKGFRLGSGNAGAR                             
>Cmer_CMS048C                                                                   
MFADIRILQREPDSHVAFELLFRAAEAVQELMQRRKWVVGVLREFLPRGSQLLGLNINGGRVICIRLRKHRSGGCRRQSR
AARTDHQREERSLTGAPQRVRGLSDIPGTSASNFFAYEEILGTLLHELVHIEISAHNRAFYALLETLWEEVRWSARSGLY
GPVHRLSPRGCGDGSCGSRPVLASAPATPGTIALLDCHPEQRRNLLLKAVLRRLEQQRPDPHDATRYSDESQGALALVNW
NRPPVIQVAENDPSGLEERVVALESEERTRFSESATCLEQGDTCQVIQVVDLTVEDADDTLECIDLCATDDEENDERTAR
AAAAAADDDDDDDDHDRA                                                              
>Cpar_3808Contig22256                                                           
MEKYKWRVGALEEMYPRGKVGVDPVCVLGYNTNRGQSISLRLRTDDLRGFRHYNTVLFHLAHNEHSEHDAAFWQLA    
>Esil_CBJ49209                                                                  
MELQVSFRGEPLTVTGVDHATAVENLKNKLEELTAVPVANQKLILKGKALRDEAGTLEAAGVLVPSPAQTATTTTATERH
EEKGDTFVQKSKLMLVGSKPSEVEEVLREQDRVRVRNDLNGQVTPKGYKKVALNYPPGPSDLSPYRFERIETLPGLPEEE
TARKILESLAADPGVRAVLEKHRWTVGALCELYPEGKVGVSDKCVLGLNQNHGMKIFLRLRTDDLRGFRKILSIRKVLFH
ELAHNDISDHDDNFYMLMRQVEREAAELNWMQQSGGRTVAGRPPAPRAEPAGLPGGGEGFILVKEAFEGGSGRLGGDSNA
FTKIFSAGEMAGQAAVQRLTPEEQEVEDCCGHTKGVAAGAAEVEKEERLAETNAMASSVSEMSVTSDDLDDGVAPALTSA
AAGATSGDHGGTDGKTRGGEERQAERGQRLTGASEMNVAEEEGDGISVEPVDSPPLEAAAPTPLEMDEEPSPVARASPAP
SPTPPPPPETLAAAATKLGPAPRTPESSSLDELLAMGFPREAAVEALSASGGSIPDAAYRLLTPGMMESGRNNSSEAVGM
TAAGGGAQGSREAGRDTGSEGAVRLPRDVRLQQAADRVAGHADRARAVQCLDVLAAVLRNIMEHPEEAKFRKVRRSNGKF
KASVGAVAGGVDLLLAAGFEERGDDQLELGRQDPGLIWLAKSTVEAWQERLCQV                          
>Esil_CBJ29943                                                                  
MPGIDDMLGVWEIKEVKGRPRQAEARELLQKLADQVKPICVAHKWKVVLLLEFIPNNPGLLGLNVNRGQKICIRLRPPSD
EGSFYPYEFILGTMLHELVHNQIGPHSAKFYRMLDQLNDECDKLIREGITGRNMPFAGDGQSLGGGRAPEDARAAALKAA
EKRQQQQGIMGGGGQRLGGVSGSSPSDAVSAAQRAAAAAQWRHAVSQGCGGHHGCTAGEKTGDNADDGDHWECGLCTLFN
SLTVNACDACGKERSANPPGNSVRDRGAGSSTGGRGGDSSVAGGTTTGREKRPAPTTGPAAAAAAAAAAAAGPGRLQKKS
TAGARTASDGRSVGAPRGGGGGAGTTGGGGLPSAGRTWTCRSCPFSFPNASERRTCESCGAARLLPADAGSGGGGGGGGG
AATAIRGTTGGHTSWDAELLPSWTCDACTVVNPGMFLGCSVCGAERPAEEAAAAGGGGGDDDNLATLSSEWTAEVGRGGG
VTAGGWMAAQGSSGGTDCSVGVGTADVRETVGIGGRIRDDPGMESWGSAQPAGEARMCRLCTLRNPPEASDCEACGIPLA
DSEAAVAATASGGETAAGAQGATGDGSRASRASATGQGEGGSSHRPGATAAAAAASRVAGD                   
>Ngad_05450                                                                     
GMDCEIYDAETNSVEVNLSFKGQQDLLHLPASTTLADVQALAETKTGIHPAHQKIICKGKKLTDPSITLGQLRADVEVIK
LVLIGTTTASLAALAEAPARLNNIRIINDLGGNMSGGIKISTVAAPVLRPRKYGFQSIEVLPHLPDQDMARRILTDLASD
PGVLLVMERYKWSVGALCEMYPEGLVGVSSVCVMDPFLVIPLVVCTFASIHYVGLNENKGQRIFLRLRTDDLLGWRKALS
VRKVLFHELAHNVHAAHDQPFHLLMRNIERDVNAFNSSGRAVGGALHLPAEGGGMPGGLFEGGSGRLGGRGASTSAQVMA
GLAAIQRLSKEEQAIDDACGSGRQSGTMGLTGVTRPSERDSDNPNRSIKATLQAQEDAAHTEEKGEKDSKSPDSELVTVL
PAEDPSRSGRTASGPGYDQLPSPTPSPLKPSVPENPGSLGDSSLDEMRESTLHFHSHSAGCCSSTDRMDEAAAQLMGLGF
GEAQVLEALHLYDGDLMRAADYLLELAAREERAGEGEGQIVGASSANLSDPSPRPPAAAIDTPTIPSDSRQARVMEAAQR
LAREASEGSNAAFATLQSMLQALLEHPQELKFRRVRLNNAKFQRTVGRFPAAIDLLRDVGFQEREGGTVLEYTRGDPGLL
WWGKCVVEQAKEGALP                                                                
>Ptri_XP_002182773                                                              



MAFDSFAEPRHQRHHSLSANHPTGLQVSFRGTKIEMPLLPGTTVAAVQQAVVSVANHGANTTKTATATATALPPTNVRSV
DQESWAPSDIKLVLQGKLLSDPSYDLYAALSNSTKKMFKIVATGTSKEQMQAFTKAALVAPRIKDDLSSSGRVELARRDR
RGRALLQQAAVRQKSNHATGSNRYRFHKIETLPALPNEAQARRILETLANDPGILACLASHQWAVGSLAELLPDGKVGES
AVSVMGLNRNQGQQILLRLRTDDFQGFRPMTKIRKVLYHELAHNEIRPHNQDFFQLMRQIEQECISMDWTQGAGLSSFPE
MADAINEDSSGLVHGGTHRLGGGNDRENDAEETAADRGKMSLREHVAQAALRRMSAAEATEISEHCGCPKSHADENLFLP
PENTTPSNPTSQTDDGSPHERKEKRSKE                                                    
>Ptri_XP_002176780                                                              
MPPSNRIHTLDDLSRAASPVGDGEDWGTLPAVDPDSNKTHAPSIPCFHLPSLPGAEQARNMLERVVREFAPIVHRRGYHV
RSVSELCCCHDGLDFDNTVPRRRKRRRVASNVWGYNQTTFARGRPRSHTIHLRLRHATAHHRSHAYEDVAGTLAHELAHC
EHSAHDTKFYKLMDEILDEHAALMASCLTRDGGRTRTPAFGGTGQALGGNSGIANLTAAQNRQQPLATVSKGYKLGGDGC
FTQWMTPAEAAVVAAEARRRQQQLRLRGDRCCRPCTIEIFEGGEETENEEDRKPASLESSKKRPLVNVPTNALRPFRRSL
TKPAPPQEVIDLTKECEDSASKDFPTLTAPKMAETSIGGKQPTATWSCGACTFTNKPKALACSICQTKRGSLTG      
>Tpse_XP_002288411                                                              
MVASSDSFTATFSYKGQSATETDISHQTTKSQLLSLARNTLQVSDGVLIKLLFKGKIIAQDVMATDATNDDEEHNQQPAF
ADGVAIPKSGAKVIVMATDATKIQILNTGRSDPLMRGFDDERESKKISEPPSFWGSELGKQHKEYKFCRFQECTDASFGT
RPGVTTPHAFEARRLLERLATDPGVVAILTSRELVVGTLGEMDPIDDRLMQKKQQEGACLLGYNTNHGMRIDIKLRTDDL
SGFRSYNELSATLIHELSHNWVGEHNILFWTNYGQMRCEYLWTHSCLMLGGVFANGKRTSELAGVNEMIQPNTANRVQRS
KPLDKPQLMENICKSVIQELAKEMSQHHIPVQLVEPAVLEFSRELMMETKDDIANMDAGGQRLGGASASSSEQSGRTARE
RALAAAEKRAREASKKN                                                               
>Tpse_XP_002295948                                                              
MSSNRSFGAKIRTLNDITNGYNNDDDDDGQDATVGTATHERKTSSASNHNHGTTTNMQIQHIPSLPSAAQASAILRRIHT
EFKTIIERRGWNVLTISEMCCCGDGLDHNNANSFSKRKRKTKIMPNNVLGYNLTKFHGRKSHAVHLRLRNVTNHSTFLPY
EDIAGTMCHELAHCMVGPHNAAFYKAMEEIEEQYAVFLARGVVVDGDGFPVGSGEAHVLGHGGGGIGRNKGVVASDGKKN
ALAAAEARRKGNLTQGQYVLGGKSTKKPLDPREAARIAAERRLLDSKYCLPCNEIIELLGYTSSEEDDDGEVEVVDSVDV
VKMPRAKVDKTGIEKKKQCVEDMKPPANAKSENSGSTDGVIDLTDDSFDANNLPPKQQHIKSKVAVSSRIKQWECSCCTL
INERSYLSCQACDTPSDTAIEAALPKSTTDDESWNCPQCTYSNPSSLNACDACRLKRPAIDTADEEDEKMKST       
>Pinf_XP_002899439                                                              
MTAFAIAEIKALVRQPQRVQAQQLLERLAAAVLPILTRRRFHVRRLHEFFPKDGALLGMNVNRGAKIYVRLRLKHAPDTF
YPYEALLETLLHELTHMVHGPHNEAFYTYLEELKAEMESLMVRGLVGEEGAKFADAGTGQRLGGSRVSAPARVAAVLAAK
RREQYTSLLGGKINHRLG                                                              
>Pinf_XP_002898152                                                              
MPAASVSYKGKTHELSFPDEPLPTVADLQAQIEHVVGVQQDTQRLFQKHRRVDCSDESRRLRDVCDEAVPFLLMAGASTA
QIERMNATQNAVQREMKIRENRHVVDISKRNQGVQARDAVSTTYRFHVIEPLNNFADKNKAQEILEKLANDRGILAVMAK
HKWSVGVLAEMPPDGKVGVDPVCVLGLNQNKGQKILLRLRTDDLLGFRKFLSIKKVLFHELSHNVHSEHDNKFYQLMRQV
ERECSELDWTNSGGAAVGGSPTILQHDDSTSSSGSRGRRLVGGPTGASRLLNISLPFEEKSVAEDVEMGETGLVDAETTP
SQQTDTPQTTAEAHDRTVDEEVATLAMSDREKGIHNAVRHLQSHYSPETISKAVSLLHKIISNIITHPADEKFRFIRKDN
RIFDRHVARFPECLEFLLALGFEDQSDKFVLVRQDPALLWIGRSTLEVLLLPVAA                         
>Tgon_XP_002366955                                                              
MSPHKDTPVALRPRKNAIELTHRVESLSGKPMGRCRRSLSSPAKQRRSCSDACVAPSSSKDSTRLTSLLPSLKEASSLSL
ASTNPARGCPASSCGPDTGRVSPLSGKKKKKQRRGGRPRISAGLHLSKKGQLQRNAVVECAFESPRFTNWVAPHRHVSVG
VATRILWGRLPPVRDSRALGRLCGDSLSPSQSAASPSKSHASIRGVSVSRQGSRGVPAGDASRSLLPFSRVSLPSLSPLS
SSSSSVLSVLSFASSPALAPRVASGTGDLCVDADEEGDCGEAVRTEEKEATSGGAEQVAVESGAGEEGKEITRKERLERD
EVTGQCGHKDTGRSPNRENACERKQRLRRSGRNLVSGKSSHFPQQLDTARIPHVQTAARAPRLFGLHLERKTVPALTADP
ETGRRHLENVRQVPVLSRTSLSRAGSCAFQRYSSRTHAVPTSQCLAVKTAGLPHGCLQLHARGKKIEKKEKSGTTCTARS
PEGKRISKDRPTREIEEPGQRGRSEEETIPTEKADRQKECSGKRHSEVDDQGREGNQEESNPKVKGRTEGKTQEKKDSLS
VREVRDLRQRPGHSLLLNTHAVKPTEKARSSNSFFPPHSSRRSHPASPESVSDLRAPQALSVPTASTPKLSPVSPDASRE
RGSRVARPAVATTAPIDFEAEKATRDPPLATLKNEAATARPSRTSELSSSQSSPGESKRPTSCLSAQICRSTLRLSSDAS
LRACSALNASPSSLSCSLPASPSSASPSSASLSSASPPSSPCSSPSSSFSHSGLSPLVTQRGQDLRESAVTSTEQRRSKG
GLGGVKKSDSQEWTFRRDRTERKLARLEQSRYFTFKHTKVDGKLELLENRRKVLEALHVLHTLYGSEICRRFGLRYTFLA
EHHPTEKKAGITVKKPMQTKVLNDGETPTVVPRSLATIRLRLRKREEVNELISRSTQLAVFFHELAHLRHMNHGKDFARF
LRDIFSFAASRGLVEQGMTNELPSPWKWEREVFDRAGNLTDAEIDELFEQDEKAMEAANLLCCGDSQSASAPPCDAPASR
SQNLRTHGVGTFSTESGETATAPSSSSPSSPSPSSSLSSSLVSQVSRQALSAGKATGRGGDKRDAGQTVEECTQGRGPAS
CDEVVENPGTGLRKEKPTIVEETSSRNHTLTPDLGKRLASPVYSARRKGEATTSLQGEVLGKQTENVEEGPRETQVRFLL
ARIGGRHTEERALKRKESAAEKKSPNASLGNTRRPVFESAASPRPLISRRTSREQKTKGCTTSLPSSLESPVAGLLQVSS
SFDCASCSSTASESSSSDARAARCAKPAGGQGATQVVNPGRSEGSRAFLERV                            
>Pfal_Q8IJV0_Q8IJV0                                                             
MNIKTIDDVIYKVHNIKVLNKNDKKAKAILSRAAEQVLPIMKKRRFRVELLSEFLPKNPNLLGLNIVKKSEIKIRLRKTK
GGEIFHFNDIMGTLLHELVHIVHSRHDKSFYELLDKITWEYNELYVYNKKGISGGDKVSTNIIKYNLGRNNIMKDNIILD
ITKMNNVISICEENPKFMAAQAAEKRLLNNFMNNQGEIVNASLLSCLTKEQRENLLNNRKKYDDIICCLDNDIILIDTIS
DTYDKEYDHKSMVSQKKSDNVSFLENTKDNINNNIDYTYMQHLNDNERKQEKKENELMITQNYNNQFEGKPNVIEILTPD
IKKKKNKRKNLIESNNGIFDLSQNDGDDNSQVLKRKKGNQKDMKSDKNDEVIFLK                         
>Pmar_XP_002772260                                                              



MQNVRKPYDDEWHNVWKAIFGPILNLKSIRYAIVIQVSTLGLRDDSKAQHMLNTAAQLVIPIMKKRRWRVAHMMEFVPKN
NRLLGLNVNRGLAVKIRLRRNRDPGHFLSYMDILGTILHELVHNSYGPHNATFYKCLDDIKAECELLILGHPLSLELFRG
RTQGYESDATSSNTDKLVEFSAGVGRKRTTKGKTARVKRGRGRRLGGDRQAYAELSQRELARFGE               
>Pmar_XP_002771089                                                              
MKRVAHMMEFVPKNNRLLGLNVNRGLAVKIRLRRNRDPGHFLSYMDILGTILHELVHNSYGPHNATFYKCLDDIKAECEL
LILGHPLSLELFRGRTQGYDSGAASSNSDKLVEFSAGVGRKRTTRGKTARVKRGRGRRLGGDKQAYAELSQRELARMAAE
RRMRDAELCDTHDDGPDEKKIIELSDSSDDDDLRCPWCKTSRDA                                    
>Bnat_88571                                                                     
MDSLKSHIKSKGVSSNVTVNQRKLIDTMLARYAGDYATFRELIQNADDAHSKTFTFSFKDVQKLGGSEIKMSEIQNVFEP
PFKNRKISEGNPNEQCVGMFGVGFYSVFSLVDEPLVSSGGTCMLFSWKGSQLVYHRMKDPNTSKNHRNKTIFSFGPLRKG
ADKIELEIFKKFLVTALSFTKNLWKITVEADGKEILQVKKSVSNPTLIKKRQVSLPFANFFKVKSVSVAKCCVSATGLPE
REQWLISSTLERMDGENFEKFHEKCREILKKNLPSETRVSLLFPMNLDVKDEGKIFVGLSTNENTGCGFHASAHLYPTIE
RSNVDFQSPHLSKWNQQLTHIIGYTSRLFYDWWIRRNKLELRVLAKFNFKETKTDCVSKLIADGFFQPGLSLQIPSSSGL
LIDSDVAFLPQYKIEELLKEDCNFRVIPTSVMKEYSGFFGALRRRGIVSSLELDHLLQHLRSHSPLGSEKLTQILAWYVE
GNIPKLSKKKKDELDGTIKIQHPDSLSPVPLSKIKFYAPPEMQGVPVSPDTLPGAVSFKLESITSVKRLEKLKLKTLKFS
SWASAFAGASKTWNSIPQDATKDTVVSLHSFLSSKMHELDRLRSKVKSGIFGKLSKSKCIPVKGSSNMLFPKDTYLHGSG
EFPCVDLEVFRSRSTTSSILLDNDDSDAVIGKGNTDRNMEIESVNASNTISMIDSEDDNEDDYDDDYEEKHRRRISSEYL
LKLGVKKSPEIRLLVENMLSQHIRPRDVLQNLISIPRISKKDIEELKTTAFLPCIELDILLPPNSVSLESKMLKGVDQFS
NNVHTLSWIPTKKEECFLQKLGVSKYPKMKYLFSSLETQDKPTPDSGKHPLVDFFLENFEKVYSKDYNPEGFEYPFIPGS
DGRLYSWGQIALKDAEPFLHTPHPEFIQTATRLKILGRLKLKATPSPDDIMNSLERGALLCENMASALTFLGERMNADGD
LKAVHYRKLAKTRFIPVESHGKVIRVAPSQVFLCGSEKHLAGWVFTLSLPAKAADFLKACKAGSYPKVSDLVEAVLDQEI
WNMQTRSPGFAMKDYIQLLENIAEGWRQVNKKTRIRLQAHRFLVGCRKSVDNAKTTLKFVTASDCYLVDNKVYEAMLKPW
VAPVGASNSLERMYEDLGAKWLTSAVQMISKPRQIVKSRSERAQSLESLIRRRAPLLVRSRNGDDMPSLVRDSQRILGSL
KIKEAKQIVRELTFEGKNVELKSDAADISMCTLDDAKRAKERSDQPKTLYLLSQVSDVDYFDVGTQLAVLCLKKSSRTDV
EIVGTQMAQVLAKNAKQLAARGWPVERFIKEDLTPPVLDDENFEMDAVEELPQIRTRKKFVAFHTMTKELKSVVKGCKNC
SSDYVGADSGKKYTEYVEESPVVSAPLKRISYGGTRLYIAEGQELDDEKDSDLMPALTDFLEILQTVGQICRVNKKAVNV
FLDKFSDSVAFNKSKSLFFNLGYYKQVHYGKVSSQEAIASWYVTMCHELAHNKELGHNKAHESLMEQLITGFMPSLIGYF
ADGSGAKEENIPPRPRNTRRKTSRKNEESSSFTYPLRSSKRRKKNSVDSAVIDLTSP*                      
>Ehux_94843                                                                     
MADPDNFRVHSIDHIKKLPDADKARAILEDCARHIRPLLQARRFPQPRCSVRSAFASARDRAATASQARRWRVLKLYEIC
CCTAGGKNLGVGGFCCPAGDGVTSLRIAIRLRTPGHGPQADEWGAHSLRDLDHAMKVLIHEVSHIVHGNHSAAFYTLMAE
LTRQYETYLQKGQVLDEAGMPLTGGRKADASRHNPSLREARLAALGAAEARARTGAILGGGGRLGGGGVGVGGGGGGGGG
GGGGGGGGGGGGGGGGGGGGGGAVGGGGSSSSWRDAAPGLMAARAAEERARAWDVANGLEELELAAAREAQAAGGEAGGA
AGSSGEASGGSSGTCDMCDAPRPQASGQGGTAPRRPVDRALPAAGAALDGWACKTCTLRNEKAESHCVACGQWRYSTGPP
EITRFTGGGSAT*                                                                   
>Ehux_366332                                                                    
MRLLLQFKGKTTEVHADSADTVIAAAHDALALPSDEWRLKIVAKGKQLQPGASLPALAEGAKLMVMASSITAVERGLTSR
SDPTVRGFAAEDEAASRRAADTAGGADEVSVWCTSQDAEHKFCRFEPCTWQSFGTRPSSTTPHAFEARKLLLRLATDPAV
VGIMRERRYRVGTLAEMDPIDDRLAEKMEGGGKRLLGYNTNHGMSIHVRLRTMDLRGFEAYPSLVDTLLHELAHNEVGPH
NDLFWHLFAQLKADYLRHHARLAQSGALFSGASPLQLAGVAEQALLPEAAGSSAPGSLTRRPAPAGV*            
>Ehux_242171                                                                    
MADPDNFRVHSIDHIKKLPDADKARAILEECARHIRPLLQARRFPQPRCSVRSAFASARDRAATASQARRWRVLKLYEIC
CCTAGGKNLGVGGFCCPAGDGVTSLRIAIRLRTPGHGPQADEWGAHSLRDLDHAMKVLIHEVSHIVHGNHSAAFYTLMAE
LTRQYETYLQKGQVLDEAGMPLTGGRKADASRHNPSLREARLAALGAAEARARTGAILGGGGRLGGGGDVCEYGPQ*   
>Gthe_99209                                                                     
MVHSEHDDKFWSLFRVLMEESKELDWTQGNGQQVGGPARPEDAAGAAQPEVGRRLGGGAGGEEERQVRGSVAHVPARALA
AAAASERMQDSRPSEPQQPSMLGLTLTDKDETREPETATEPAPEGQRMQESAGDELGESSRGDEEMGEAPDPLEELQMMG
FSAEQAQQPSASSTGASYELPTGCSPAAGTRGRRMMPDNKHPELEPSCQRRVQMNFRNCGNALGILFVSSLEARPEAARV
ALETVLGIFRRITDSPSEQKFRKIRISNQTFQHKVASHAGGRELLLSANFRYSGEDSLEYQHEDIVPLLVASSDCIRYSK
SPCSSSHDDIVLLDNFETRT*                                                           
>Gthe_105502                                                                    
MMKASTERKELSCFRQIVVLDKCDKDTARSMLVKAAKQVEPIMVKRNWSVGTLREFLPRDRKLLGLNENRGETISIRLRG
SGDNGRFLEYHDVLGTLLHELVHNEVGPHNQRFYVLLQQLEEETESLMARGIVGVGPFECEGRRCGGRQEQRNMREAMLT
AALKRKRQRDLMGSGRLGGSDNCGMHVRELAGRAAARRAEDDQTCRTRGEEEEDGGATSKRGRAEPLKEVIDLTGED*  
>Tcru_XP_815958                                                                 
MTSLADTLTKYSTIGAATTLGWAGDEYAREYMLRLLVRAHAILSAHNWKVRHLKEFYPRSARLLGLNVNRGDEVCVRFRA
PSAKNTFLPFTDVICTMLHELAHCRYSRHDKYFWGLYSQLVTECEQLEVGIACGKIVGTASQQFRFTGSHRLGGSGSSLR
PNCSTSMRKTLADAALKRIQLSRSGEFDGCGCDDAATSSSTAMGNDGWICKRCGNVNMSVLTVCDFCSDILDPIGTEEGW
DCTRCSFHNYCSLQHCEACSYPRLNTPESSQCAVQRIKVFGAPTGDFSAYGLLGRLADVLDPILRERGWQVICLNEFSPT
TPTVMSQGEFIDSRRAVLRVRLRSPNTPSEFLSFAYVCTAALHQLAHMVERHHGVAFFEVWVSMLNCCLMTEKVQEDVVM
FEDIKGSLLQFTRRLETIIEDQRGGGKRPLTMPSMHSLVADCGNVVKRERSSEEDGMKGSIHHDCVDSFRNWMCSGCGFL
NSIGAFLYCEVCGTTRLPCTPSLEKRRGSLEAIVITDDDDDEKEGYSSCDSEDVVVVVV                     



>Tcru_XP_809081                                                                 
MTSLADTLTKYSTIGAATTLGWAGDEYAREYMQRLLVRAHAILSAHNWKIRHLKEFYPRSARLLGLNVNRGDEVCVRFRA
PSAKNTFLPFTDVICTMLHELAHCRYSRHDKYFWGLYSQLVTECEQLEVGIACGKIVGTASQQFRFTGSHRLGGSGPSLH
PNCLTSMRKILADAALKRIQLSRFGEFDGCGCDDAATSSSTAMGNDGWICKRCGNVNMSVLTVCDFCSDILDPIGTEEGW
DCTRCSFHNYCSLQHCEACSYPRSNTPDSSQCAVQHIKVFGAQTGNLSAHGLLGRLADVLDPILRERGWQVICLNEFSPT
TLTVMSQGEFIDSRRAVLRVRLRSPNTPSEFLSFAYVCTAALHQLAHMVERHHGVAFFEVWVSMLNCCLMTEKVQEDVVM
SEDIKGSLLQFTRRLETILEDQRGGGKRPLTMTSMHSLVADCGNVVKRERSSEEDGMTGNIHHDCVDSFRNWVCSGCGFL
NSIGAFLYCEVCGTTRLPCTPSLEKRRGSLEAIVITDDDDDEKEGYSSCDSEDVVVVAV                     
>Lmaj_XP_001685447                                                              
MEHVLHRARVLLPRRGWRIGLIKEFYPRGATLLGLNVNAGSEVCIRFRVPGKKNEFLPFHEVLCTALHEFTHCVHSRHDR
AFWNLYYDLVKECEALEITMIQQGMRLYPAISSTPMSCTGTASQQSRSGREGRTAATASSARGGGRRLGNGGARGGGRGA
GGGMSTGSRHVAQTVIKAGRAVSSSSSSPPSSAAFPGEGRRLGGGGFRQYDAPIGFTPTRDALRRILAGAAERRLARTPP
LAATVTLGSHPLALSLHNTTFPQRDEGQSEVDDDDAPDCVPHSLSGHEDGGGWNCPRCGFRNDDNVVGSCAFCADCDDED
EGEATWRKRPRLDSDHSPLETPTIVVSLATASKTAPTQQLQQQQLECTAEEHYIVVSDEDDS                  
                                                                                
                                                                                
*******ubiquitin***********                                                     
>Hsap_ENSP00000215793                                                           
MPAGPVQAVPPPPPVPTEPKQPTEEEASSKEDSAPSKPVVGIIYPPPEVRNIVDKTASFVARNGPEFEARIRQNEINNPK
FNFLNPNDPYHAYYRHKVSEFKEGKAQEPSAAIPKVMQQQQQTTQQQLPQKVQAQVIQETIVPKEPPPEFEFIADPPSIS
AFDLDVVKLTAQFVARNGRQFLTQLMQKEQRNYQFDFLRPQHSLFNYFTKLVEQYTKILIPPKGLFSKLKKEAENPREVL
DQVCYRVEWAKFQERERKKEEEEKEKERVAYAQIDWHDFVVVETVDFQPNEQGNFPPPTTPEELGARILIQERYEKFGES
EEVEMEVESDEEDDKQEKAEEPPSQLDQDTQVQDMDEGSDDEEEGQKVPPPPETPMPPPLPPTPDQVIVRKDYDPKASKP
LPPAPAPDEYLVSPITGEKIPASKMQEHMRIGLLDPRWLEQRDRSIREKQSDDEVYAPGLDIESSLKQLAERRTDIFGVE
ETAIGKKIGEEEIQKPEEKVTWDGHSGSMARTQQAAQANITLQEQIEAIHKAKGLVPEDDTKEKIGPSKPNEIPQQPPPP
SSATNIPSSAPPITSVPRPPTMPPPVRTTVVSAVPVMPRPPMASVVRLPPGSVIAPMPPIIHAPRINVVPMPPSAPPIMA
PRPPPMIVPTAFVPAPPVAPVPAPAPMPPVHPPPPMEDEPTSKKLKTEDSLMPEEEFLRRNKGPVSIKVQVPNMQDKTEW
KLNGQVLVFTLPLTDQVSVIKVKIHEATGMPAGKQKLQYEGIFIKDSNSLAYYNMANGAVIHLALKERGGRKK       
>Hsap_ENSP00000219638                                                           
MGSRCLNPPPPAHSDTTGKDSFGNIRGAETGQGASACSVTSARVTCGAGSEPHSHRNPGISAQVGLAPSYGAARGRRRPL
ALQQSPQERRHVGWNSTRGLLPASLPGTASSQSASATASAALPLKVTGPLARNPTPPWTAAAALATRGQRPEKGLFPGPA
PFSLGKRKRGRGRTWERRRRVSIETSTCFRPGCERLGAAAGANLSQLASSQRPLRERWVLYTIIMAAAGAPDGMEEPGMD
TEAETVATEAPARPVNCLEAEAAAGAAAEDSGAARGSLQPAPAQPPGDPAAQASVSNGEDAGGGAGRELVDLKIIWNKTK
HDVKFPLDSTGSELKQKIHSITGLPPAMQKVMYKGLVPEDKTLREIKVTSGAKIMVVGSTINDVLAVNTPKDAAQQDAKA
EENKKEPLCRQKQHRKVLDKGKPEDVMPSVKGAQERLPTVPLSGMYNKSGGKVRLTFKLEQDQLWIGTKERTEKLPMGSI
KNVVSEPIEGHEDYHMMAFQLGPTEASYYWVYWVPTQYVDAIKDTVLGKWQYF                           
>Hsap_ENSP00000250495                                                           
MLIKVKTLTGKEIEIDIEPTDKVERIKERVEEKEGIPPQQQRLIYSGKQMNDEKTAADYKILGGSVLHLVLALRGGGGLR
Q                                                                               
>Hsap_ENSP00000257570                                                           
MALMQELYSTPASRLDSFVAQWLQPHREWKEEVLDAVRTVEEFLRQEHFQGKRGLDQDVRVLKVVKVGSFGNGTVLRSTR
EVELVAFLSCFHSFQEAAKHHKDVLRLIWKTMWQSQDLLDLGLEDLRMEQRVPDALVFTIQTRGTAEPITVTIVPAYRAL
GPSLPNSQPPPEVYVSLIKACGGPGNFCPSFSELQRNFVKHRPTKLKSLLRLVKHWYQQYVKARSPRANLPPLYALELLT
IYAWEMGTEEDENFMLDEGFTTVMDLLLEYEVICIYWTKYYTLHNAIIEDCVRKQLKKERPIILDPADPTLNVAEGYRWD
IVAQRASQCLKQDCCYDNRENPISSWNVKRARDIHLTVEQRGYPDFNLIVNPYEPIRKVKEKIRRTRGYSGLQRLSFQVP
GSERQLLSSRCSLAKYGIFSHTHIYLLETIPSEIQVFVKNPDGGSYAYAINPNSFILGLKQQIEDQQGLPKKQQQLEFQG
QVLQDWLGLGIYGIQDSDTLILSKKKGEALFPAS                                              
>Hsap_ENSP00000262306                                                           
MDVFLMIRRHKTTIFTDAKESSTVFELKRIVEGILKRPPDEQRLYKDDQLLDDGKTLGECGFTSQTARPQAPATVGLAFR
ADDTFEALCIEPFSSPPELPDVMKPQDSGSSANEQAVHLHVHSQTMAKSRNTSWSQCPGLTACSTREPQDGPTQVHPRWG
L                                                                               
>Hsap_ENSP00000272317                                                           
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAKKR
KKKSYTTPKKNKHKRKKVKLAVLKYYKVDENGKISRLRRECPSDECGAGVFMASHFDRHYCGKCCLTYCFNKPEDK    
>Hsap_ENSP00000276893                                                           
MWIQVRTIDGSKTCTIEDVSRKATIEELRERVWALFDVRPECQRLFYRGKQLENGYTLFDYDVGLNDIIQLLVRPDPDHL
PGTSTQIEAKPCSNSPPKVKKAPRVGPSNQPSTSARARLIDPGFGIYKVNELVDARDVGLGAWFEAHIHSVTRASDGQSR
GKTPLKNGSSCKRTNGNIKHKSKENTNKLDSVPSTSNSDCVAADEDVIYHIQYDEYPESGTLEMNVKDLRPRARTILKWN
ELNVGDVVMVNYNVESPGQRGFWFDAEITTLKTISRTKKELRVKIFLGGSEGTLNDCKIISVDEIFKIERPGAHPLSFAD
GKFLRRNDPECDLCGGDPEKKCHSCSCRVCGGKHEPNMQLLCDECNVAYHIYCLNPPLDKVPEEEYWYCPSCKTDSSEVV
KAGERLKMSKKKAKMPSASTESRRDWGRGMACVGRTRECTIVPSNHYGPIPGIPVGSTWRFRVQVSEAGVHRPHVGGIHG
RSNDGAYSLVLAGGFADEVDRGDEFTYTGSGGKNLAGNKRIGAPSADQTLTNMNRALALNCDAPLDDKIGAESRNWRAGK



PVRVIRSFKGRKISKYAPEEGNRYDGIYKVVKYWPEISSSHGFLVWRYLLRRDDVEPAPWTSEGIERSRRLCLRLQYPAG
YPSDKEGKKPKGQSKKQPSGTTKRPISDDDCPSASKVYKASDSAEAIEAFQLTPQQQHLIREDCQNQKLWDEVLSHLVEG
PNFLKKLEQSFMCVCCQELVYQPVTTECFHNVCKDCLQRSFKAQVFSCPACRHDLGQNYIMIPNEILQTLLDLFFPGYSK
GR                                                                              
>Hsap_ENSP00000296786                                                           
MALPIIVKWGGQEYSVTTLSEDDTVLDLKQFLKTLTGVLPERQKLLGLKVKGKPAENDVKLGALKLKPNTKIMMMGTREE
SLEDVLGPPPDNDDVVNDFDIEDEVVEVENREENLLKISRRVKEYKVEILNPPREGKKLLVLDVDYTLFDHRSCAETGVE
LMRPYLHEFLTSAYEDYDIVIWSATNMKWIEAKMKELGVSTNANYKITFMLDSAAMITVHTPRRGLIDVKPLGVIWGKFS
EFYSKKNTIMFDDIGRNFLMNPQNGLKIRPFMKAHLNRDKDKELLKLTQYLKEIAKLDDFLDLNHKYWERYLSKKQGQ  
>Hsap_ENSP00000297533                                                           
MTLIEGVGDEVTVLFSVLACLLVLALAWVSTHTAEGGDPLPQPSGTPTPSQPSAAMAATDSMRGEAPGAETPSLRHRGQA
AQPEPSTGFTATPPAPDSPQEPLVLRLKFLNDSEQVARAWPHDTIGSLKRTQFPGREQQVRLIYQGQLLGDDTQTLGSLH
LPPNCVLHCHVSTRVGPPNPPCPPGSEPGPSGLEIGSLLLPLLLLLLLLLWYCQIQYRPFFPLTATLGLAGFTLLLSLLA
FAMYRP                                                                          
>Hsap_ENSP00000300302                                                           
MESETEPEPVTLLVKSPNQRHRDLELSGDRGWSVGHLKAHLSRVYPERPRPEDQRLIYSGKLLLDHQCLRDLLPKQEKRH
VLHLVCNVKSPSKMPEINAKVAESTEEPAGSNRGQYPEDSSSDGLRQREVLRNLSSPGWENISRPEAAQQAFQGLGPGFS
GYTPYGWLQLSWFQQIYARQYYMQYLAATAASGAFVPPPSAQEIPVVSAPAPAPIHNQFPAENQPANQNAAPQVVVNPGA
NQNLRMNAQGGPIVEEDDEINRDWLDWTYSAATFSVFLSILYFYSSLSRFLMVMGATVVMYLHHVGWFPFRPRPVQNFPN
DGPPPDVVNQDPNNNLQEGTDPETEDPNHLPPDRDVLDGEQTSPSFMSTAWLVFKTFFASLLPEGPPAIAN         
>Hsap_ENSP00000300952                                                           
MEPQPGGARSCRRGAPGGACELGPAAEAAPMSLAIHSTTGTRYDLAVPPDETVEGLRKRLSQRLKVPKERLALLHKDTRL
SSGKLQEFGVGDGSKLTLVPTVEAGLMSQASRPEQSVMQALESLTETQVSDFLSGRSPLTLALRVGDHMMFVQLQLAAQH
APLQHRHVLAAAAAAAAARGDPSIASPVSSPCRPVSSAARVPPVPTSPSPASPSPITAGSFRSHAASTTCPEQMDCSPTA
SSSASPGASTTSTPGASPAPRSRKPGAVIESFVNHAPGVFSGTFSGTLHPNCQDSSGRPRRDIGTILQILNDLLSATRHY
QGMPPSLAQLRCHAQCSPASPAPDLAPRTTSCEKLTAAPSASLLQGQSQIRMCKPPGDRLRQTENRATRCKVERLQLLLQ
QKRLRRKARRDARGPYHWSPSRKAGRSDSSSSGGGGSPSEASGLGLDFEDSVWKPEVNPDIKSEFVVA            
>Hsap_ENSP00000302805                                                           
MLITVYCVRRDLSEVTFSLQVSPDFELRNFKVLCEAESRVPVEEIQIIHMERLLIEDHCSLGSYGLKDGDIVVLLQKDNV
GPRAPGRAPNQPRVDFSGIAVPGTSSSRPQHPGQQQQRTPAAQRSQGLASGEKVAGLQGLGSPALIRSMLLSNPHDLSLL
KERNPPLAEALLSGSLETFSQVLMEQQREKALREQERLRLYTADPLDREAQAKIEEEIRQQNIEENMNIAIEEAPESFGQ
VTMLYINCKVNGHPLKAFVDSGAQMTIMSQACAERCNIMRLVDRRWAGVAKGVGTQRIIGRVHLAQIQIEGDFLQCSFSI
LEDQPMDMLLGLDMLRRHQCSIDLKKNVLVIGTTGTQTYFLPEGELPLCSRMVSGQDESSDKEITHSVMDSGRKEH    
>Hsap_ENSP00000304697                                                           
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGC           
>Hsap_ENSP00000310146                                                           
QVAYVRARELHTLEVTGLETVAQSKAHVASLEGLIPEDKVVLLAGSPLQNEATLGQCGVEALTTLEVVGRRLGGNNCLSL
QVNPVQPARYLWTTLHSSKQGEPNSSANHRCS                                                
>Hsap_ENSP00000310729                                                           
MDQSGMEIPVTLIIKAPNQKYSDQTISCFLNWTVGKLKTHLSNVYPSKPLTKDQRLVYSGRLLPDHLQLKDILRKQDEYH
MVHLVCTSRTPPSSPKSSTNRESHEALASSSNSSSDHSGSTTPSSGQETLSLAVGSSSEGLRQRTLPQAQTDQAQSHQFP
YVMQGNVDNQFPGQAAPPGFPVYPAFSPLQMLWWQQMYAHQYYMQYQAAVSAQATSNVNPTQPTTSQPLNLAHVPGEEPP
PAPNLVAQENRPMNENVQMNAQGGPVLNEEDFNRDWLDWMYTFSRAAILLSIVYFYSSFSRFIMVMGAMLLVYLHQAGWF
PFRQEGGHQQAPNNNAEVNNDGQNANNLELEEMERLMDDGLEDESGEDGGEDASAIQRPGLMASAWSFITTFFTSLIPEG
PPQVAN                                                                          
>Hsap_ENSP00000321365                                                           
MAVTITLKTLQQQTFKIRMEPDETVKVLKEKIEAEKGRDAFPVAGQKLIYAGKILSDDVPIRDYRIDEKNFVVVMVTKTK
AGQGTSAPPEASPTAAPESSTSFPPAPTSGMSHPPPAAREDKSPSEESAPTTSPESVSGSVPSSGSSGREEDAASTLVTG
SEYETMLTEIMSMGYERERVVAALRASYNNPHRAVEYLLTGIPGSPEPEHGSVQESQVSEQPATEAAGENPLEFLRDQPQ
FQNMRQVIQQNPALLPALLQQLGQENPQLLQQISRHQEQFIQMLNEPPGELADISDVEGEVGAIGEEAPQMNYIQVTPQE
KEAIERLKALGFPESLVIQAYFACEKNENLAANFLLSQNFDDE                                     
>Hsap_ENSP00000324882                                                           
MSNQQEKYEAQNIVNSTEESDDAFDTVTIPVPSEEPQESDQTEEHESGIEQFSESHAIHVEEQSDQSFSSLEPDNEQLME
EVISPRQVSYTPQHHEKQYAMQRPNDDSLAFLDKIKSVKESLQESVEDSLATVKVVLIPVGQEIVIPFKVDTILKYLKDH
FSHLLGIPHSVLQIRYSGKILKNNETLVQHGVKPQEIVQVEIFSTNPDLYPVRRIDGLTDVSQIITVTVQTGLDQYQQVP
VEIVKSDFHKPFLGGFRHKVTGVEYHNAGTQTVPKRIPERLSIFCRDTQTVFQKKNLQQTTNTTSTQMTNIGVYVSNMTD
KLVTPGKYFSAAEYHAQRLKAVIVIQTYYRQWHAKIFVENLRRQKSLRLEWETQQELRKIREKEEWIKLDYHRRHNPKTN
EDFEFLYNALEFWRQEELTRINQSFTGAERKAALCELLEKETQIIASIGRHRYIAYMANQEAAIQAFLDKCSAPKIWRTP
NGKTIEMDTQFTIRARELQNIYKCIMLKNISQDERLDVLLTLKHTVKEHECKLTQEILELIDREVDLMMRGVKHHNLEGL
RKRIATLFFHYIKTPLFNPEVAKYLKVPQDPLKFYKKIYFCHSCQLYLPSTEFSVSSTSRRIYRCRNCINLQNEAQKRES



FLKYKCLLQQLYYTEADYEDDSKIAFLMQLQDIQYLTENIWASQSVLSACDNLSDLVMVRWNKSLEWSPWNCILLTKDEA
AAHLKLTSIEEGYERSFIHKIKHKHILAKNYFSQVPVLASFILDDGEIDEIRWKYHSDTTPKIIESQRPPH         
>Hsap_ENSP00000334044                                                           
MFLTVKLLLGQRCSLKVSGQESVATLKRLVSRRLKVPEEQQHLLFRGQLLEDDKHLSDYCIGPNASINVIMQPLEKMALK
EAHQPQTQPLWHQLGLVLAKHFEPQDAKAVLQLLRQEHEERLQKISLEHLEQLAQYLLAEEPHVEPAGERELEAKARPQS
SCDMEEKEEAAADQ                                                                  
>Hsap_ENSP00000339484                                                           
MDNRKEPPFFNDDNMGPFYYRLHFCDTMELFIETLTGTCFELRVSPFETVISVKAKIRRLEGIPICRQHLIWNNMELEND
YCLNDYNISEGCTLKLVLAMRGGPINTRRVPTDDPLRKMAEYLDSSRVEVWEKTSCSKQVTFLVYQEGDQLNFFPAVDRG
DGTLTPLSDSSKKIDFHLHVLRRKGEHRMSGGSMYNSDTDEDEETEPSSSGQQIIENSITMNKMKLLKAKMKNMNLSKKP
KKAVKIKPHPPVAPRPSSGSTAPSRHRLLRVLPNIGQSCSPAFGNAYPPEISRNGISSLATQLSAERYISSITGEFLKED
NSWENNTLSHFSSNVKLPPQIPHLELGNDQELADSVLHLGSSLPRQTKHFLGNLPSSNGNIVLPSEECVTEQSLLPKVGS
LASFAEGNADEQSSGLEGACKVNLELLLTNADKGLKAPEQHLKHVAGVLNGESVETSVLNYRELSPHKNRLLSPLRCSAP
MSLHNSLVKPERQSKCFEFGKLQPSSSQSLDVQNITDSSFSRTTCFQGVKVDSLGKRSDVISKVEARDITEMTNKASKEP
VGCVNNISFLASLAGSTSRNRLQSTRGAGRLQNSGTGLSTNLQHFQEENFRKSSPQLEHTGVFLSTHGVGMNGNNAAAGK
SVGECTTHHLPPVKAPLQTKKKTTNHCFLCGKKTGLASSYECRCGNNFCASHRYAETHGCTYDYKSAGRRYLHEANPVVN
APKLPKI                                                                         
>Hsap_ENSP00000344818                                                           
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDTIENVKAKIQDKEGIPSDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPS
DTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDTIE
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDTIENVKA
KIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDTIENVKAKIQD
KEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGV                                   
>Hsap_ENSP00000345195                                                           
MAENGESSGPPRPSRGPAAAQGSAAAPAEPKIIKVTVKTPKEKEEFAVPENSSVQQFKEAISKRFKSQTDQLVLIFAGKI
LKDQDTLIQHGIHDGLTVHLVIKSQNRPQGQSTQPSNAAGTNTTSASTPRSNSTPISTNSNPFGLGSLGGLAGLSSLGLS
STNFSELQSQMQQQLMASPEMMIQIMENPFVQSMLSNPDLMRQLIMANPQMQQLIQRNPEISHLLNNPDIMRQTLEIARN
PAMMQEMMRNQDLALSNLESIPGGYNALRRMYTDIQEPMLNAAQEQFGGNPFASVGSSSSSGEGTQPSRTENRDPLPNPW
APPPATQSSATTSTTTSTGSGSGNSSSNATGNTVAAANYVASIFSTPGMQSLLQQITENPQLIQNMLSAPYMRSMMQSLS
QNPDLAAQMMLNSPLFTANPQLQEQMRPQLPAFLQQMQNPDTLSAMSNPRAMQALMQIQQGLQTLATEAPGLIPSFTPGV
GVGVLGTAIGPVGPVTPIGPIGPIVPFTPIGPIGPIGPTGPAAPPGSTGSGGPTGPTVSSAAPSETTSPTSESGPNQQFI
QQMVQALAGANAPQLPNPEVRFQQQLEQLNAMGFLNREANLQALIATGGDINAAIERLLGSQPS                
>Hsap_ENSP00000347997                                                           
MAKGGEALPQGSPAPVQDPHLIKVTVKTPKDKEDFSVTDTCTIQQLKEEISQRFKAHPDQLVLIFAGKILKDPDSLAQCG
VRDGLTVHLVIKRQHRAMGNECPAASVPTQGPSPGSLPQPSSIYPADGPPAFSLGLLTGLSRLGLAYRGFPDQPSSLMRQ
HVSVPEFVTQLIDDPFIPGLLSNTGLVRQLVLDNPHMQQLIQHNPEIGHILNNPEIMRQTLEFLRNPAMMQEMIRSQDRV
LSNLESIPGGYNVLCTMYTDIMDPMLNAVQEQFGGNPFATATTDNATTTTSQPSRMENCDPLPNPWTSTHGGSGSRQGRQ
DGDQDAPDIRNRFPNFLGIIRLYDYLQQLHENPQSLGTYLQGTASALSQSQEPPPSVNRVPPSSPSSQEPGSGQPLPEES
VAIKGRSSCPAFLRYPTENSTGQGGDQDGAGKSSTGHSTNLPDLVSGLGDSANRVPFAPLSFSPTAAIPGIPEPPWLPSP
AYPRSLRPDGMNPAPQLQDEIQPQLPLLMHLQAAMANPRALQALRQIEQGLQVLATEAPRLLLWFMPCLAGTGSVAGGIE
SREDPLMSEDPLPNPPPEVFPALDSAELGFLSPPFLHMLQDLVSTNPQQLQPEAHFQVQLEQLRSMGFLNREANLQALIA
TGGDVDAAVEKLRQS                                                                 
>Hsap_ENSP00000350708                                                           
MQVTLKTLQQQTFKIDIDPEETVKALKEKIESEKGKDAFPVAGQKLIYAGKILNDDTALKEYKIDEKNFVVVMVTKPKAV
STPAPATTQQSAPASTTAVTSSTTTTVAQAPTPVPALAPTSTPASITPASATASSEPAPASAAKQEKPAEKPAETPVATS
PTATDSTSGDSSRSNLFEDATSALVTGQSYENMVTEIMSMGYEREQVIAALRASFNNPDRAVEYLLMGIPGDRESQAVVD
PPQAASTGAPQSSAVAAAAATTTATTTTTSSGGHPLEFLRNQPQFQQMRQIIQQNPSLLPALLQQIGRENPQLLQQISQH
QEHFIQMLNEPVQEAGGQGGGGGGGSGGIAEAGSGHMNYIQVTPQEKEAIERLKALGFPEGLVIQAYFACEKNENLAANF
LLQQNFDED                                                                       
>Hsap_ENSP00000351492                                                           
MIEVVCNDRLGKKVRVKCNTDDTIGDLKKLIAAQTGTRWNKIVLKKWYTIFKDHVSLGDYEIHDGMNLELYYQ       
>Hsap_ENSP00000354883                                                           
MSLSDWHLAVKLADQPLTPKSILRLPETELGEYSLGGYSISFLKQLIAGKLQESVPDPELIDLIYCGRKLKDDQTLDFYG
IQPGSTVHVLRKSWPEPDQKPEPVDKVAAMREFRVLHTALHSSSSYREAVFKMLSNKESLDQIIVATPGLSSDPIALGVL
QDKDLFSVFADPNMLDTLVPAHPALVNAIVLVLHSVAGSAPMPGTDSSSRSMPSSSYRDMPGGFLFEGLSDDEDDFHPNT
RSTPSSSTPSSRPASLGYSGAAGPRPITQSELATALALASTPESSSHTPTPGTQGHSSGTSPMSSGVQSGTPITNDLFSQ
ALQHALQASGQPSLQSQWQPQLQQLRDMGIQDDELSLRALQATGGDIQAALELIFAGGAP                    
>Hsap_ENSP00000355865                                                           



MIVFVRFNSSHGFPVEVDSDTSIFQLKEVVAKRQGVPADQLRVIFAGKELRNDWTVQNCDLDQQSIVHIVQRPWRKGQEM
NATGGDDPRNAAGGCEREPQSLTRVDLSSSVLPGDSVGLAVILHTDSRKDSPPAGSPAGRSIYNSFYVYCKGPCQRVQPG
KLRVQCSTCRQATLTLTQGPSCWDDVLIPNRMSGECQSPHCPGTSAEFFFKCGAHPTSDKETSVALHLIATNSRNITCIT
CTDVRSPVLVFQCNSRHVICLDCFHLYCVTRLNDRQFVHDPQLGYSLPCVAGCPNSLIKELHHFRILGEEQYNRYQQYGA
EECVLQMGGVLCPRPGCGAGLLPEPDQRKVTCEGGNGLGCGFAFCRECKEAYHEGECSAVFEASGTTTQAYRVDERAAEQ
ARWEAASKETIKKTTKPCPRCHVPVEKNGGCMHMKCPQPQCRLEWCWNCGCEWNRVCMGDHWFDV               
>Hsap_ENSP00000357292                                                           
MAEPSGAETRPPIRVTVKTPKDKEEIVICDRASVKEFKEEISRRFKAQQDQLVLIFAGKILKDGDTLNQHGIKDGLTVHL
VIKTPQKAQDPAAATASSPSTPDPASAPSTTPASPATPAQPSTSGSASSDAGSGSRRSSGGGPSPGAGEGSPSATASILS
GFGGILGLGSLGLGSANFMELQQQMQRQLMSNPEMLSQIMENPLVQDMMSNPDLMRHMIMANPQMQQLMERNPEISHMLN
NPELMRQTMELARNPAMMQEMMRNQDRALSNLESIPGGYNALRRMYTDIQEPMFSAAREQFGNNPFSSLAGNSDSSSSQP
LRTENREPLPNPWSPSPPTSQAPGSGGEGTGGSGTSQVHPTVSNPFGINAASLGSGMFNSPEMQALLQQISENPQLMQNV
ISAPYMRSMMQTLAQNPDFAAQMMVNVPLFAGNPQLQEQLRLQLPVFLQQMQNPESLSILTNPRAMQALLQIQQGLQTLQ
TEAPGLVPSLGSFGISRTPAPSAGSNAGSTPEAPTSSPATPATSSPTGASSAQQQLMQQMIQLLAGSGNSQVQTPEVRFQ
QQLEQLNSMGFINREANLQALIATGGDINAAIERLLGSQLS                                       
>Hsap_ENSP00000358667                                                           
MQLTVKALQGRECSLQVPEDELVSTLKQLVSEKLNVPVRQQRLLFKGKALADGKRLSDYSIGPNSKLNLVVKPLEKVLLE
EGEAQRLADSPPPQVWQLISKVLARHFSAADASRVLEQLQRDYERSLSRLTLDDIERWAHHRHSWHVPGSGQVLGTPHSL
TWVCFHTLRRGEPAQQRHRR                                                            
>Hsap_ENSP00000359698                                                           
MGNCVGRQRRERPAAPGHPRKRAGRNEPLKKERLKWKSDYPMTDGQLRSKRDEFWDTAPAFEGRKEIWDALKAAAYAAEA
NDHELAQAILDGASITLPHGTLCECYDELGNRYQLPIYCLSPPVNLLLEHTEEESLEPPEPPPSVRREFPLKVRLSTGKD
VRLSASLPDTVGQLKRQLHAQEGIEPSWQRWFFSGKLLTDRTRLQETKIQKDFVIQVIINQPPPPQD             
>Hsap_ENSP00000365576                                                           
MAESGESGGPPGSQDSAAGAEGAGAPAAAASAEPKIMKVTVKTPKEKEEFAVPENSSVQQFKEEISKRFKSHTDQLVLIF
AGKILKDQDTLSQHGIHDGLTVHLVIKTQNRPQDHSAQQTNTAGSNVTTSSTPNSNSTSGSATSNPFGLGGLGGLAGLSS
LGLNTTNFSELQSQMQRQLLSNPEMMVQIMENPFVQSMLSNPDLMRQLIMANPQMQQLIQRNPEISHMLNNPDIMRQTLE
LARNPAMMQEMMRNQDRALSNLESIPGGYNALRRMYTDIQEPMLSAAQEQFGGNPFASLVSNTSSGEGSQPSRTENRDPL
PNPWAPQTSQSSSASSGTASTVGGTTGSTASGTSGQSTTAPNLVPGVGASMFNTPGMQSLLQQITENPQLMQNMLSAPYM
RSMMQSLSQNPDLAAQMMLNNPLFAGNPQLQEQMRQQLPTFLQQMQNPDTLSAMSNPRAMQALLQIQQGLQTLATEAPGL
IPGFTPGLGALGSTGGSSGTNGSNATPSENTSPTAGTTEPGHQQFIQQMLQALAGVNPQLQNPEVRFQQQLEQLSAMGFL
NREANLQALIATGGDINAAIERLLGSQPS                                                   
>Hsap_ENSP00000366249                                                           
MAPNASCLCVHVRSEEWDLMTFDANPYDSVKKIKEHVRSKTKVPVQDQVLLLGSKILKPRRSLSSYGIDKEKTIHLTLKV
VKPSDEELPLFLVESGDEAKRHLLQVRRSSSVAQVKAMIETKTGIIPETQIVTCNGKRLEDGKMMADYGIRKGNLLFLAC
YCIGG                                                                           
>Hsap_ENSP00000368699                                                           
MGWDLTVKMLAGNEFQVSLSSSMSVSELKAQITQKIGVHAFQQRLAVHPSGVALQDRVPLASQGLGPGSTVLLVVDKCDE
PLSILVRNNKGRSSTYEVRLTQTVAHLKQQVSGLEGVQDDLFWLTFEGKPLEDQLPLGEYGLKPLSTVFMNLRLRGGGTE
PGGRS                                                                           
>Hsap_ENSP00000369531                                                           
MWHAISRTSRMSQSGCPSGLLADKNISSSATRVIVKTAGNQKDFMVADDISVRQFKEMLLAHFQCQMDQLVLVFMGCLLK
DHDTLSQRGIMDGHTIYLVIKSKQGSRSLAHSFRDLPTNDPCHRDRNTKGNSSRVHQPTGMNQAPVELAHFVGSDAPKVH
TQNLEVSHPECKAQMLENPSIQRLLSNMEFMWQFISEHLDTQQLMQQNPEVSRLLLDNSEILLQTLELARNLAMIQEIMQ
IQQPSQNLEYPLNPQPYLGLETMPGGNNALGQNYADINDQMLNSMQDPFGGNPFTALLAGQVLEQVQSSPPPPPPSQEQQ
DQLTQHPATRVIYNSSGGFSSNTSANDTLNKVNHTSKANTAMISTKGQSHICATRQPAWIPALPSIELTQQLQEEYKDAT
VSLSSSRQTLKGDLQLSDEQSSSQITGGMMQLLMNNPYLAAQIMLFTSMPQLSEQWRQQLPTFLQQTQISDLLSA     
>Hsap_ENSP00000371729                                                           
METKENRWVPVTVLPGCVGCRTVAALASWTVRDVKERIFAETGFPVSEQRLWRGGRELSDWIKIGDLTSKNCHLFVNLQS
KGLKGGGRFGQTTPPLVDFLKDILRRYPEGGQILKELIQNAEDAGATEVKFLYDETQYGTETLWSKDMAPYQGPALYVYN
NAVFTPEDWHGIQEIARSRKKDDPLKVGRFGIGFNSVYHITDVPCIFSGDQIGMLDPHQTLFGPHESGQCWNLKDDSKEI
SELSDQFAPFVGIFGSTKETFINGNFPGTFFRFPLRLQPSQLSSNLYNKQKVLELFESFRADADTVLLFLKSVQDVSLYV
READGTEKLVFRVTSSESKALKHERPNSIKILGTAISNYCKKTPSNNITCVTYHVNIVLEEESTKDAQKTSWLVCNSVGG
RGISSKLDSLADELKFVPIIGIAMPLSSRDDEAKGATSDFSGKAFCFLPLPPGEESSTGLPVHISGFFGLTDNRRSIKWR
ELDQWRDPAALWNEFLVMNVVPKAYATLILDSIKRLEMEKSSDFPLSVDVIYKLWPEASKVKVHWQPVLEPLFSELLQNA
VIYSISCDWVRLEQVYFSELDENLEYTKTVLNYLQSSGKQIAKVPGNVDAAVQLTAASGTTPVRKVTPAWVRQVLRKCAH
LGCAEEKLHLLEFVLSDQAYSELLGLELLPLQNGNFVPFSSSVSDQDVIYITSAEYPRSLFPSLEGRFILDNLKPHLVAA
LKEAAQTRGRPCTQLQLLNPERFARLIKEVMNTFWPGRELIVQWYPFDENRNHPSVSWLKMVWKNLYIHFSEDLTLFDEM
PLIPRTILEEGQTCVELIRLRIPSLVILDDESEAQLPEFLADIVQKLGGFVLKKLDASIQHPLIKKYIHSPLPSAVLQIM
EKMPLQKLCNQITSLLPTHKDALRKFLASLTDSSEKEKRIIQELAIFKRINHSSDQGISSYTKLKGCKVLHHTAKLPADL
RLSISVIDSSDEATIRLANMLKIEQLKTTSCLKLVLKDIENAFYSHEEVTQLMLWVLENLSSLKNENPNVLEWLTPLKFI
QISQEQMVSAGELFDPDIEVLKDLFCNEEGTYFPPSVFTSPDILHSLRQIGLKNEASLKEKDVVQVAKKIEALQVGACPD



QDVLLKKAKTLLLVLNKNHTLLQSSEGKMTLKKIKWVPACKERPPNYPGSLVWKGDLCNLCAPPDMCDVGHAILIGSSLP
LVESIHVNLEKALGIFTKPSLSAVLKHFKIVVDWYSSKTFSDEDYYQFQHILLEIYGFMHDHLNEGKDSFRALKFPWVWT
GKKFCPLAQAVIKPIHDLDLQPYLHNVPKTMAKFHQLFKVCGSIEELTSDHISMVIQKIYLKSDQDLSEQESKQNLHLML
NIIRWLYSNQIPASPNTPVPIHHSKNPSKLIMKPIHECCYCDIKVDDLNDLLEDSVEPIILVHEDIPMKTAEWLKVPCLS
TRLINPENMGFEQSGQREPLTVRIKNILEEYPSVSDIFKELLQNADDANATECSFLIDMRRNMDIRENLLDPGMAACHGP
ALWSFNNSQFSDSDFVNITRLGESLKRGEVDKVGKFGLGFNSVYHITDIPIIMSREFMIMFDPNINHISKHIKDKSNPGI
KINWSKQQKRLRKFPNQFKPFIDVFGCQLPLTVEAPYSYNGTLFRLSFRTQQEAKVSEVSSTCYNTADIYSLVDEFSLCG
HRLIIFTQSVKSMYLKYLKIEETNPSLAQDTVIIKKKSCSSKALNTPVLSVLKEAAKLMKTCSSSNKKLPSDEPKSSCIL
QITVEEFHHVFRRIADLQSPLFRGPDDDPAALFEMAKSGQSKKPSDELSQKTVECTTWLLCTCMDTGEALKFSLSESGRR
LGLVPCGAVGVQLSEIQDQKWTVKPHIGEVFCYLPLRIKTGLPVHINGCFAVTSNRKEIWKTDTKGRWNTTFMRHVIVKA
YLQVLSVLRDLATSGELMDYTYYAVWPDPDLVHDDFSVICQGFYEDIAHGKGKELTKVFSDGSTWVSMKNVRFLDDSILK
RRDVGSAAFKIFLKYLKKTGSKNLCAVELPSSVKLGFEEAGCKQILLENTFSEKQFFSEVFFPNIQEIEAELRDPLMIFV
LNEKVDEFSGVLRVTPCIPCSLEGHPLVLPSRLIHPEGRVAKLFDIKDGRFPYGSTQDYLNPIILIKLVQLGMAKDDILW
DDMLERAVSVAEINKSDHVAACLRSSILLSLIDEKLKIRDPRAKDFAAKYQTIRFLPFLTKPAGFSLDWKGNSFKPETMF
AATDLYTAEHQDIVCLLQPILNENSHSFRGCGSVSLAVKEFLGLLKKPTVDLVINQLKEVAKSVDDGITLYQENITNACY
KYLHEALMQNEITKMSIIDKLKPFSFILVENAYVDSEKVSFHLNFEAAPYLYQLPNKYKNNFRELFETVGVRQSCTVEDF
ALVLESIDQERGTKQITEENFQLCRRIISEGIWSLIREKKQEFCEKNYGKILLPDTNLMLLPAKSLCYNDCPWIKVKDTT
VKYCHADIPREVAVKLGAVPKRHKALERYASNVCFTTLGTEFGQKEKLTSRIKSILNAYPSEKEMLKELLQNADDAKATE
ICFVFDPRQHPVDRIFDDKWAPLQGPALCVYNNQPFTEDDVRGIQNLGKGTKEGNPYKTGQYGIGFNSVYHITDCPSFIS
GNDILCIFDPHARYAPGATSISPGRMFRDLDADFRTQFSDVLDLYLGTHFKLDNCTMFRFPLRNAEMAKVSEISSVPASD
RMVQNLLDKLRSDGAELLMFLNHMEKISICEIDKSTGALNVLYSVKGKITDGDRLKRKQFHASVIDSVTKKRQLKDIPVQ
QITYTMDTEDSEGNLTTWLICNRSGFSSMEKVSKSVISAHKNQDITLFPRGGVAACITHNYKKPHRAFCFLPLSLETGLP
FHVNGHFALDSARRNLWRDDNGVGVRSDWNNSLMTALIAPAYVELLIQLKKRYFPGSDPTLSVLQNTPIHVVKDTLKKFL
SFFPVNRLDLQPDLYCLVKALYNCIHEDMKRLLPVVRAPNIDGSDLHSAVIITWINMSTSNKTRPFFDNLLQDELQHLKN
ADYNITTRKTVAENVYRLKHLLLEIGFNLVYNCDETANLYHCLIDADIPVSYVTPADIRSFLMTFSSPDTNCHIGKLPCR
LQQTNLKLFHSLKLLVDYCFKDAEENEIEVEGLPLLITLDSVLQTFDAKRPKFLTTYHELIPSRKDLFMNTLYLKYSNIL
LNCKVAKVFDISSFADLLSSVLPREYKTKSCTKWKDNFASESWLKNAWHFISESVSVKEDQEETKPTFDIVVDTLKDWAL
LPGTKFTVSANQLVVPEGDVLLPLSLMHIAVFPNAQSDKVFHALMKAGCIQLALNKICSKDSAFVPLLSCHTANIESPTS
ILKALHYMVQTSTFRAEKLVENDFEALLMYFNCNLNHLMSQDDIKILKSLPCYKSISGRYVSIGKFGTCYVLTKSIPSAE
VEKWTQSSSSAFLEEKIHLKELYEVIGCVPVDDLEVYLKHLLPKIENLSYDAKLEHLIYLKNRLSSAEELSEIKEQLFEK
LESLLIIHDANSRLKQAKHFYDRTVRVFEVMLPEKLFIPNDFFKKLEQLIKPKNHVTFMTSWVEFLRNIGLKYILSQQQL
LQFAKEISVRANTENWSKETLQNTVDILLHHIFQERMDLLSGNFLKELSLIPFLCPERAPAEFIRFHPQYQEVNGTLPLI
KFNGAQVNPKFKQCDVLQLLWTSCPILPEKATPLSIKEQEGSDLGPQEQLEQVLNMLNVNLDPPLDKVINNCRNICNITT
LDEEMVKTRAKVLRSIYEFLSAEKREFRFQLRGVAFVMVEDGWKLLKPEEVVINLEYESDFKPYLYKLPLELGTFHQLFK
HLGTEDIISTKQYVEVLSRIFKNSEGKQLDPNEMRTVKRVVSGLFRSLQNDSVKVRSDLENVRDLALYLPSQDGRLVKSS
ILVFDDAPHYKSRIQGNIGVQMLVDLSQCYLGKDHGFHTKLIMLFPQKLRPRLLSSILEEQLDEETPKVCQFGALCSLQG
RLQLLLSSEQFITGLIRIMKHENDNAFLANEEKAIRLCKALREGLKVSCFEKLQTTLRVKGFNPIPHSRSETFAFLKRFG
NAVILLYIQHSDSKDINFLLALAMTLKSATDNLISDTSYLIAMLGCNDIYRIGEKLDSLGVKYDSSEPSKLELPMPGTPI
PAEIHYTLLMDPMNVFYPGEYVGYLVDAEGGDIYGSYQPTYTYAIIVQEVEREDADNSSFLGKIYQIDIGYSEYKIVSSL
DLYKFSRPEESSQSRDSAPSTPTSPTEFLTPGLRSIPPLFSGRESHKTSSKHQSPKKLKVNSLPEILKEVTSVVEQAWKL
PESERKKIIRRLYLKWHPDKNPENHDIANEVFKHLQNEINRLEKQAFLDQNADRASRRTFSTSASRFQSDKYSFQRFYTS
WNQEATSHKSERQQQNKEKCPPSAGQTYSQRFFVPPTFKSVGNPVEARRWLRQARANFSAARNDLHKNANEWVCFKCYLS
TKLALIAADYAVRGKSDKDVKPTALAQKIEEYSQQLEGLTNDVHTLEAYGVDSLKTRYPDLLPFPQIPNDRFTSEVAMRV
MECTACIIIKLENFMQQKV                                                             
>Hsap_ENSP00000373039                                                           
MAPNASCLCVHVRSEEWDLMTFDANPYDSVKKIKEHVRSKTKVPVQDQVLLLGSKILKPRRSLSSYGIDKEKTIHLTLKV
VKPSDEELPLFLVESGDEAKRHLLQVRRSSSVAQVKAMIETKTGIIPETQIVTCNGKRLEDGKMMADYGIRKGNLLFLAS
YCIGG                                                                           
>Hsap_ENSP00000373137                                                           
MAPNASCLCVHVRSEEWDLMTFDANPYDSVKKIKEHVRSKTKVPVQDQVLLLGSKILKPRRSLSSYGTDKEKTIHLTLKV
VKPSDEELPLFLVESGDEAKRHLLQVRRSSSVAQVKAMIETKTGIIPETQIVTCNGKRLEDGKMMADYGIRKGNLLFLAS
YCIGG                                                                           
>Hsap_ENSP00000377381                                                           
MGGCVGAQHDSSGSLNENSEGTGVALGRNQPLKKEKPKWKSDYPMTDGQLRSKRDEFWDTAPAFEGRKEIWDALKAAAHA
FESNDHELAQAIIDGANITLPHGALTECYDELGNRYQLPVYCLAPPINMIEEKSDIETLDIPEPPPNSGYECQLRLRLST
GKDLKLVVRSTDTVFHMKRRLHAAEGVEPGSQRWFFSGRPLTDKMKFEELKIPKDYVVQVIVSQPVQNPTPVEN      
>Hsap_ENSP00000381295                                                           
MGVFAVPPLSADTMWIQVRTMDGRQTHTVDSLSRLTKVEELRRKIQELFHVEPGLQRLFYRGKQMEDGHTLFDYEVRLND
TIQLLVRQSLVLPHSTKERDSELSDTDSGCCLGQSESDKSSTHGEAAAETDSRPADEDMWDETELGLYKVNEYVDARDTN
MGAWFEAQVVRVTRKAPSRDEPCSSTSRPALEEDVIYHVKYDDYPENGVVQMNSRDVRARARTIIKWQDLEVGQVVMLNY
NPDNPKERGFWYDAEISRKRETRTARELYANVVLGDDSLNDCRIIFVDEVFKIERPGEGSPMVDNPMRRKSGPSCKHCKD
DVNRLCRVCACHLCGGRQDPDKQLMCDECDMAFHIYCLDPPLSSVPSEDEWYCPECRNDASEVVLAGERLRESKKKAKMA



SATSSSQRDWGKGMACVGRTKECTIVPSNHYGPIPGIPVGTMWRFRVQVSESGVHRPHVAGIHGRSNDGAYSLVLAGGYE
DDVDHGNFFTYTGSGGRDLSGNKRTAEQSCDQKLTNTNRALALNCFAPINDQEGAEAKDWRSGKPVRVVRNVKGGKNSKY
APAEGNRYDGIYKVVKYWPEKGKSGFLVWRYLLRRDDDEPGPWTKEGKDRIKKLGLTMQYPEGYLEALANREREKENSKR
EEEEQQEGGFASPRTGKGKWKRKSAGGGPSRAGPRRTSKKTKVEPYSLTAQQSSLIREDKSNAKLWNEVLASLKDRPASG
SPFQLFLSKVEETFQCICCQELVFRPITTVCQHNVCKDCLDRSFRAQVFSCPACRYDLGRSYAMQVNQPLQTVLNQLFPG
YGNGR                                                                           
>Hsap_ENSP00000384494                                                           
MEPNDSTSTAVEEPDSLEVLVKTLDSQTRTFIVGAQMNVKEFKEHIAASVSIPSEKQRLIYQGRVLQDDKKLQEYNVGGK
VIHLVERAPPQTHLPSGASSGTGSASATHGGGSPPGTRGPGASVHDRNANSYVMVGTFNLPSDGSAVDVHINMEQAPIQS
EPRVRLVMAQHMIRDIQTLLSRMECRGGPQPQHSQPPPQPPAVTPEPVALSSQTSEPVESEAPPREPMEAEEVEERAPAQ
NPELTPGPAPAGPTPAPETNAPNHPSPAEYVEVLQELQRLESRLQPFLQRYYEVLGAAATTDYNNNHEGREEDQRLINLV
GESLRLLGNTFVALSDLRCNLACTPPRHLHVVRPMSHYTTPMVLQQAAIPIQINVGTTVTMTGNGTRPPPTPNAEAPPPG
PGQASSVAPSSTNVESSAEGAPPPGPAPPPATSHPRVIRISHQSVEPVVMMHMNIQDSGTQPGGVPSAPTGPLGPPGHGQ
TLGSTLIQLPSLPPEFMHAVAHQITHQAMVAAVASAAAGQQVPGFPTAPTRVVIARPTPPQARPSHPGGPPVSGTLQGAG
LGTNASLAQMVSGLVGQLLMQPVLVAQGTPGMAPPPAPATASASAGTTNTATTAGPAPGGPAQPPPTPQPSMADLQFSQL
LGNLLGPAGPGAGGSGVASPTITVAMPGVPAFLQGMTDFLQATQTAPPPPPPPPPPPPAPEQQTMPPPGSPSGGAGSPGG
LGLESLSPEFFTSVVQGVLSSLLGSLGARAGSSESIAAFIQRLSGSSNIFEPGADGALGFFGALLSLLCQNFSMVDVVML
LHGHFQPLQRLQPQLRSFFHQHYLGGQEPTPSNIRMATHTLITGLEEYVRESFSLVQVQPGVDIIRTNLEFLQEQFNSIA
AHVLHCTDSGFGARLLELCNQGLFECLALNLHCLGGQQMELAAVINGRIRRMSRGVNPSLVSWLTTMMGLRLQVVLEHMP
VGPDAILRYVRRVGDPPQPLPEEPMEVQGAERASPEPQRENASPAPGTTAEEAMSRGPPPAPEGGSRDEQDGASAETEPW
AAAVPPEWVPIIQQDIQSQRKVKPQPPLSDAYLSGMPAKRRKTMQGEGPQLLLSEAVSRAAKAAGARPLTSPESLSRDLE
APEVQESYRQQLRSDIQKRLQEDPNYSPQRFPNAQRAFADDP                                      
>Hsap_ENSP00000388107                                                           
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLRQLAQKYNCDKMICRKCYARLHPRAVNCRKKKCGHTNNLRPKKKVK                                
>Hsap_ENSP00000417748                                                           
MLLTVYCVRRDLSEVTFSLQVDADFELHNFRALCELESGIPAAESQIVYAERPLTDNHRSLASYGLKDGDVVILRQKENA
DPRPPVQFPNLPRIDFSSIAVPGTSSPRQRQPPGTQQSHSSPGEITSSPQGLDNPALLRDMLLANPHELSLLKERNPPLA
EALLSGDLEKFSRVLVEQQQDRARREQERIRLFSADPFDLEAQAKIEEDIRQQNIEENMTIAMEEAPESFGQVVMLYINC
KVNGHPVKAFVDSGAQMTIMSQACAERCNIMRLVDRRWAGIAKGVGTQKIIGRVHLAQVQIEGDFLPCSFSILEEQPMDM
LLGLDMLKRHQCSIDLKKNVLVIGTTGSQTTFLPEGELPECARLAYGAGREDVRPEEIADQELAEALQKSAEDAERQKP 
>Hsap_ENSP00000420514                                                           
LAQRGGARRPRGDRERLGSRLRALRPGREPRQSEPPAQRGPPPSGRPPARSTASGHDRPTRGAAAGARRPRMKKKTRRRS
TRSEELTRSEELTLSEEATWSEEATQSEEATQGEEMNRSQEVTRDEESTRSEEVTREEMAAAGLTVTVTHSNEKHDLHVT
SQQGSSEPVVQDLAQVVEEVIGVPQSFQKLIFKGKSLKEMETPLSALGIQDGCRVMLIGKKNSPQEEVELKKLKHLEKSV
EKIADQLEELNKELTGIQQGFLPKDLQAEALCKLDRRVKATIEQFMKILEEIDTLILPENFKDSRLKRKGLVKKVQAFLA
ECDTVEQNICQETERLQSTNFALAE                                                       
>Hsap_ENSP00000431482                                                           
MLIKVKTLTGKEIEIDIEPTDKVERIKERVEEKEGIPPQQQRLIYSGKQIDGTVRDRRGQDVRLYPEVPEVLKRLQSLGV
PGAAASRTSEIEGANQLLELFDLFRYFVHREIYPGSKITHFERLQQKTGIPFSQMIFFDDERRNIVDVSKLGVTCIHIQN
GMNLQTLSQG                                                                      
>Hsap_ENSP00000431822                                                           
MQLFVRAQELHTFEVTGQETVAQIKAHVASLEGIAPEDQVVLLAGAPLEDEATLGQCGVEALTTLEVAGRMLGGKVHGSL
ARAGKVRGQTPKVAKQEKKKKKTGRAKRRMQYNRRFVNVVPTFGKKKGPNANS                           
>Hsap_ENSP00000444565                                                           
MISRHLQNNLMSVDPASSQAMELSDVTLIEGVGNEVMVVAGVVVLILALVLAWLSTYVADSGSNQLLGAIVSAGDTSVLH
LGHVDHLVAGQGNPEPTELPHPSEGNDEKAEEAGEGRGDSTGEAGAGGGVEPSLEHLLDIQGLPKRQAGAGSSSPEAPLR
SEDSTCLPPSPGLITVRLKFLNDTEELAVARPEDTVGALKSKYFPGQESQMKLIYQGRLLQDPARTLRSLNITDNCVIHC
HRSPPGSAVPGPSASLAPSATEPPSLGVNVGSLMVPVFVVLLGVVWYFRINYRQFFTAPATVSLVGVTVFFSFLVFGMYG
R                                                                               
>Hsap_ENSP00000449266                                                           
MEPNDSTSTAVEEPDSLEVLVKTLDSQTRTFIVGAQMNVKEFKEHIAASVSIPSEKQRLIYQGRVLQDDKKLQEYNVGGK
VIHLVERAPPQTHLPSGASSGTGSASATHGGGSPPGTRGPGASVHDRNANSYVMVGTFNLPSDGSAVDVHINMEQAPIQS
EPRVRLVMAQHMIRDIQTLLSRMECRGGPQPQHSQPPPQPPAVTPEPVALSSQTSEPVESEAPPREPMEAEEVEERAPAQ
NPELTPGPAPAGPTPAPETNAPNHPSPAEYVEVLQELQRLESRLQPFLQRYYEVLGAAATTDYNNNHEGREEDQRLINLV
GESLRLLGNTFVALSDLRCNLACTPPRHLHVVRPMSHYTTPMVLQQAAIPIQINVGTTVTMTGNGTRPPPTPNAEAPPPG
PGQASSVAPSSTNVESSAEGAPPPGPAPPPATSHPRVIRISHQSVEPVVMMHMNIQDSGTQPGGVPSAPTGPLGPPGHGQ
TLGSTLIQLPSLPPEFMHAVAHQITHQAMVAAVASAAAGQQVPGFPTAPTRVVIARPTPPQARPSHPGGPPVSGTLQGAG
LGTNASLAQMVSGLVGQLLMQPVLVAQGTPGMAPPPAPATASASAGTTNTATTAGPAPGGPAQPPPTPQPSMADLQFSQL
LGNLLGPAGPGAGGPGVASPTITVAMPGVPAFLQGMTDFLQATQTAPPPPPPPPPPPPAPEQQTMPPPGSPSGGAGSPGG
LGLESLSPEFFTSVVQGVLSSLLGSLGARAGSSESIAAFIQRLSGSSNIFEPGADGALGFFGALLSLLCQNFSMVDVVML
LHGHFQPLQRLQPQLRSFFHQHYLGGQEPTPSNIRMATHTLITGLEEYVRESFSLVQVQPGVDIIRTNLEFLQEQFNSIA



AHVLHCTDSGFGARLLELCNQGLFECLALNLHCLGGQQMELAAVINGRIRRMSRGVNPSLVSWLTTMMGLRLQVVLEHMP
VGPDAILRYVRRVGDPPQPLPEEPMEVQGAERASPEPQRENASPAPGTTAEEAMSRGPPPAPEGGSRDEQDGASAETEPW
AAAVPPEWVPIIQQDIQSQRKVKPQPPLSDAYLSGMPAKRRKTMQGEGPQLLLSEAVSRAAKAAGARPLTSPESLSRDLE
APEVQESYRQQLRSDIQKRLQEDPNYSPQRFPNAQRAFADDP                                      
>Cint_ENSCINP00000007152                                                        
MFVTVCLSSEDKTWSFDIGPDITLQGFKTVCSSETGIPDNQMELFCNNTRLTEPNRSLKDYGIGENDIILLTKTIAAAST
RNPTAVMPNIPKIDFSKVKVPTSASSSRQVNNGMARQDDPARVREWFLNNPHDLALIKERNPPLAEALLSGDLNRFAAEY
NKIKDANEKARLEQIKLLNANPMDPEVQKKIAAEIERKNIEENMNMAIEEAPESFGQVVMLWINLKVNNHHVKAFVDSGA
QMTIMSSDCAKRCNIMRLVDTRWEGVAKGVGTQKILGRIHLAQIQIEDVYLQCSFSVLEDQPMDVLLGLDMLRRHLCVID
LRENSLIIGTSQTRTKFLAERDLPVHGRLHNPNATPETQKEEEAINKALLESVNDAKQNQESEKKAQAEGVSNTKIAKMD
VAEQPTTSSKPTKPAEFYANIRKLVDMGFNELEAEAELNASGGDLQKAVATMLSRNTQN                     
>Cint_ENSCINP00000009732                                                        
MNDKEFFDEGGNIHSSYRLSYNVMELFIETLTGTCFELRVSPYETVIAVKAKIQRLEGIPVSQQFLIWKNVELEDECCLR
DYNITDGCTLKLVLAMRGGPINTRRVISMEESRDLPDPLDNPEDLFDKPTTPHSGGNGTKQVTLLVYRDGDQLNFFRVVD
RGDGTLTPFSESLSGSACNLHEEEEEEIALPSSKPPALSV                                        
>Cint_ENSCINP00000010307                                                        
MQIFVKTLTGKTITLEVEASDMIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGVIEP
SLRILAQKYNCDKMICRKCYARLHSRATNCRKKKCGHTNHLRPKKKLK                                
>Cint_ENSCINP00000012037                                                        
MQIFVKTLTGKTITLEVEASDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKTYTTPKKIKHKRVKVKLATLKYYKVDENGKISRLRRECPNTECGAGVFMASHFDRQYCGKCALTYVFKPENQ     
>Cint_ENSCINP00000013278                                                        
MASNRHFVVEVYSVETNEVFPIKDVCNSTNIKELKIKLELLVGIPTHLQRIMYLDEGDMEDNSTLKHHDVVSGARLTLRI
WASWSSLIHASAKGHIPDVLKLGVTADSDFKNPNTEQMTAQVRREWFLGRAAIALYIAAHRGNVELMKALIEAGVDITAT
TKYGRNALHVAAAGGQDKCVDLLLAHGAGVLISIEDKLGETPLQSAATSGHKSCERRLFLFQWRKRASKMQKIALHSHDQ
LMAHQLYDSSSKTCLRGSQSQIYQSQILPPQEFQGTGLGSKRSEPIIKSMMTDQQNSNETKSQLTKDFPVIGKPSQKSVT
ESKKSTSKISFEVVKSSGHDSPLSTQTTQYKHHKQEEMTSHPVHQRT                                 
>Cint_ENSCINP00000013929                                                        
MGACLGTNRGRHEHRHSNSRHPGTGTWKNQTLRKEHPKWRSDVPLTEGQLRSKRDEFWDTAPAFDGRKEIWDALKAAAAA
LESGDNTLAQAIIDGANISLPQGTMLDCYDELGALYQVPVYCLSPPVNLIRGVTASQSRVEEELVEIKPGDKSFPIKVRL
RGEKEIRLKVLPNDSVLNSKRRLEAQESIAVSKQRWFFSGKMMSDSVHLQQYKLEKGYVIQCVVREQD            
>Cint_ENSCINP00000015602                                                        
NRMQIFVKTLTGKTITLEVEASDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQ
IFVKTLTGKTITLEVEASDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVK
TLTGKTITLEVEASDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTG
KTITLEVEASDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIT
LEVEASDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVE
ASDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLFQKARFLVNSASLVFKPLQKKLSCNLTIT
LEVEASDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVE
ASDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLR                        
>Cint_ENSCINP00000016032                                                        
SAVTKMVRLELRKEDIKLWKPPFTVGDTRMDEEISALALRFSAKLKFSKADVENALEYLRTFAIEKLGQNKKFKEQKIAA
MRMKFSPRSAITDTVVFMESKLDNTVGSFMDAIGSKINATREEIKLIVAGKILKPDETLESQGLKHNAMVLCMVFSSLSK
SKTVEIEEQMQEVKRARRGAELLSSSSSSAQAYDAQIADQNGRTIDIPPDEKAAITVALSLHEKGRNKLKEKQYSFALLF
LLEADTEFRQCRAEILNLVDNFAVLCLDIAWCYLCLKNLDSLTDAKERLKTAEQFFEKSYGASLQRLMAIKGSSGHEIAL
FVRLYTLQGIVEYYGDNYNQSKELLTKARGYASMIMVDDTKVSEMMVLGFTAKEARLALRACNGDLDAATRHAFQKKEEK
EQIKKEEKEKSRARRKERSLGICLNGDKVNVETHDKMVKDLGFDKFVAAAALRQSDNDINQAIQIIHDDIEKLDVSKVKR
MTTSLLLQVKVIYLHRDGFVILTLYRIMAGAGLDPQTAEAAVNHYGNVEEAIQYLLDNQSTVPENWVEKLKSKNEDLNSE
DKDALDDLAKDVRKSEDDYLDTTLNEEMDFIEQYLGMVNSV                                       
>Cint_ENSCINP00000017031                                                        
MLITIKTLKQNIFKIEIDEEEPVKVLKEKIAKEKGNDNFPVAGQKLIYAGKILDDSKSLKEYKIEDGKFIVAMVTKPKSV
SPPAPTPPEPTEAAVTTTTSTQEEQPTNQPAVASTTSSSPAEEQASSASPLNVSQAESTLVTGEAYNELVTSIMAMGFER
ERVVAALNASFCNPDRAVEYLMSGTTNVGTAPPQQQPDTIPTENAPISDSNVFNDLMDNPEIQVMAQQIQQNPHLLQPYL
QQIEQSNPSLFNMVSSHPEEFVSFLTTLRRGTSQTQPPPASAG                                     
>Cint_ENSCINP00000017880                                                        
MAENTQTTITSEETIKITLKTPKEKQEFTVSPKISVKDLKAEVSKKFNATTEQLVLIFSGKILKDAETIDHHMIKNGHTV
HLVIKSASRAQPTPPPPTTTQASDAPTSQSSNSSLPFNLGSMGGLSGLGAMGLDSPNFMEMQQQMQREMLSNPEMLQRMM
DNPLVQNMMSNPEIIRNMMSNNPQMQQLMERNPEITHMLNNPQLMRQTMELARNPAMLQEMMRNQDRALSNLESIPGGYN
ALRRMYTDIQEPMLNAAQEQFGQNPFAALNETSNSGASTQNTENTNPLPNPWGSSPQATTTSTTSSTNRPTTTPSTNTAG
SGLFNNPAMQNLMQQITDNPSLMQNMMTAPYMQGMMQNMAENPELANQIFSHNPLFANNPEMARMMPQMLQQMQRPEMQN
LFTNPRAMQAMMQMQAAMQTLQQEAPGLMTGLGPTGAAVPPTTTTTTSTPSSTTTTNNPASSQALLNQMMQTLATGPPAA
AALSPETRYRAQLEQLSAMGFVNRDANIQALTATNGNVNAAIEFLLG                                 



>Cint_ENSCINP00000019430                                                        
MSGTKIRISIRAANQHQADQVFDCEKQWQVKKLKELIKESYAGKPKPEEQRLIYGGKYLLDHEVLGSVLKVSNLPNIVHL
VTSISSNPDSIQPTQTSTNDTSTLPTELRQRHTASNSQPNPMTQQYNSWQQMYSQPYMQQFTSTQMTPEQYNQAWQQYQQ
QMAEYMQYYGMQVPGMHMPFTASVTQTTTPAAAVAHPEPNIAPNAPEPVRPAPDNNPPMNAQGGFAAADDDDPMRRDWLD
VFFTMLRGCFFLSIVYFYSSFWRFIFILSLFVIIYIYQSGFFQVQRRHPVPQQPDNNNNGEMSTDDNDELPSEPDVPPPP
SLSATAWCFVSTFFTSLIPQGPPVGAN                                                     
>Cint_ENSCINP00000023170                                                        
MKITLTVGATRHPVEIPEDATVKDLMQTVVEKCKITPENQKLIHRGVTISSDPEKLLTSCDVKSRSRVMVIGKRYDDGED
VALHNLEMIEKDVRSVMRTFDELHQQIDSIMKGFLDEEHKNKAFKQIKKKLLTSSHLLMQSLETMDQMVLGPEFSNARRI
RKTMVDKIQSALTSCDKLVAMVDKFIAV                                                    
>Cint_ENSCINP00000023765                                                        
EMIEITCNDRLGKKVRVKCNSDDTIGDLKKLVAAQTGTRADKIVLKKWYTIFKDHISLGDYEIHDGMNLELYYQ      
>Cint_ENSCINP00000024400                                                        
KYKVVIKWNGQNYPLEISPDMTVKDLKLLIEGETKVRSDRQKLLNLKFKGKPAEENAVLTDLKVKPNMKIMMMGTTEENL
EEVLGPPPDVGEVINDFDIGDEEEIKLEHMEEHLAKIERRVQTYEVKKINDPREGKKLLVLDVDYTLFDHRSNAEKADEL
MRPYLHEFLTRAYVNYDIVIWCNFVPPLTFLKNYGPYDYNIIFKTLLLITAATSMKWIEVKMKELGVTSNQNYKIAFFMD
HGAMITVHTPSYGVIDVLSSNSLKTQVCVKLRCIKHNVLQTKPLGVIWGKYPEFYSAKNTIMFDDLRRNFLMNPQSGLKI
RPFKNAHQSRTTDVELQGLSQYLEDISHLDSFKELKHRKWER                                      
>Cint_ENSCINP00000025378                                                        
MLLYIQSKAYPGRTFVDLCRPSDTVARVRANLLHSLHEIGHSNHQFRLQYKGSYLRDAYTLEEYKILNNAVISMIPLNDV
SEWNKDLRFHQSTTTTTTTDDQVVDVVQSALCEEIGYLDTREKVLRNYKTLVMMQIVLAFLALFTVYWYFFFAYLFVIFA
SFIYSPSFTRIGGWMGKNSVRRREFMVVMILLCTLMVASSILLLVF                                  
>Cint_ENSCINP00000025635                                                        
MLDIKVKTMNSQLKTFSVPESITIKEFKDWISSSFGISPDQQRLILQGRVLQDDFKLTQEHHEKTLHLVQRLPVSTTTVA
SMSTESTNPPPTTTQANIFPGPAQISQMFQNTVGNIGQMIGNAVFSSNPDNPNEPSMNLHINVTQSPHQNNPHHPPHQGN
PPQPRRMISAPRRQLSSANRTLDQMFDILDQLEQNNTAPTSSEPEVPTNQDGVYAAPVSNSESSVDPDASGDTEEAQPTA
QPGNTESNNAPRTSCPNHPSLQELGATFTRMLSAQRRLEPFQTSITTFFHEDTAFESTNSAEFRSTARLITLTLQAQQML
SHVQQALSQVAIPLGNTPPRVMLVRA                                                      
>Cint_ENSCINP00000026740                                                        
NSTNMQIFLKTNELHCVQVDSGDLVSNLKAQINAIEGIATEDQVLSYNGITLDDDLSLEAAGLNDLSTVQVLGRVLGGKV
HGSLARAGKVKGQTPKVEAQEKKKKKTGRAKRRMQYNRRFVNVVATFGRRRGPNANS                       
>Skow_XP_002741572                                                              
MDPFQTITLVVKAPNQRIADQTVECAAGWTVKKLKNHLSNVYPSKPHEKDQKIIYSGRLLHDHLTLKDILRQYEDTVAYT
VHLVCATALGGPLDIGNSQNTDGQSSNDDGTTLRQRVVMNAQNTIPHQQPLGNLGAFYLAQLQQQQQQQQQQQQYNNMYL
TPYQQQVLWMQQMYTQQHMAQYMQYMNQSNMVQNMESPVVEEAPANQIPIPQPPANENQANNQPANQNVRMNAGVGPPMD
DEEEQFNRDWLDWVYVLSRFSLLLSIVYFYSSIDRFLLVMGFVAIMYLYQGGWFRVRRRQIRRNAPVNPPQPVNPAEEVP
PPPENPVEPGEGQPRPDSNTNADDNNMNNDHEGQNSENSNNDREQQQQQEPQEPLPSVLETAWNFVSSFFTSLIPQGPAE
FPN                                                                             
>Skow_XP_002740994                                                              
MWIQVRSMDGKKSIQVDGLSKLTKVEELRTKLENPFDAPPERQRLFYRGKQLEDGHTLFDYDVGLNEIVQIMVRQCLPLQ
ASLPVNSANCNGYISDSSDVAMETGEAIGSDTAGPSSSHDENEENETGSIYRVGDIVDCLDIGSGAWFEAELKIITPKNS
NAAKNEACEPNQETKDQTNISKDIVATNTNSSDCVDGHCDIKSLSYDKKVTERTSDEENEEPNADKKTTKADGKVKPVRN
EVKPEVETEEEPDDGFIYSVTWEGYEGTNDVCSRHIRPRARTIIEWDDLKEGMTVMANYNPDVPQERGYWYDVIITNKRD
TRNNKDIFGTVCLGQKGNMLHDCRILFIDEIYKIEKAGEASSNPKDFMLNEEGSPVKRQTQPECNRCKDNPRRKCKYCAC
HVCGGKNDPNKQLMCDECDMAYHLACLDPPLDSLPDVEEWYCPICKNDDTEVVKAGEKLKSSKKKSKMASATSTTNRDWG
KGMACVGRTKVCTIVPSNHFGEIPGIHVGQLWKFRVQVSEAGVHRPHVAGIHGREHHGAYSIVLSGGYEDDQDDGDCFTY
TGSGGRDLSGNKRTAEQSCDQRLTKMNMALALNCNAPAKEQGNEAKDWKSGKPVRVIRNCKGRKHSKYSPEEGNRYDGIY
KVVKYWPETGKSGFLVWRYLLRRDDANPAPWTAAGKKKIKELGLKLVYPEGYLEAQKNKEEQENKGSSPNKKATKGKKRK
LEESPIKTPSKKASTDSISGATKKLIVVDKVNKKLWDEAVAQVKGGKKFVEAVEEIFQCVCCQEVALDPVTTPCQHNICK
SCLQRSFQAKVYNCPACRNDLEKGCTISINKELQTALRKIFPGYENGR                                
>Skow_XP_002739067                                                              
MPAEVTNPVEGNNPNNEDDAPSSSGKRIVGIIYPPPEVRNIVDKTASFVARNGPEFETRIRQNEINNSKFNFLNPNDPYH
AYYRHKVKEFQDGTATEPTASTLPKLMQLTAKLPSQVQVEPAVPKEPPPEYEFVADPPSISAYDLDVVKLTAQFVARNGR
QFLTNLMNREQRNFQFDFLRPQHSLFHYFTKLVEQYTKVLIPPKDLMNKLKCDSENPKHILDQGKHRVEWTKYEERQRKK
QEEQKERERVAYSQIEWHDFVVVETVDFQPNEPGNFPPPTTPQQVGARLLAEERFEIYGQDDQPEMVEMEVESDDDDSDE
EEKADKSKAVQPPPPPPPPPLTDEDTELQDMDEGSSDEDEKGPSMAPPPAPPASDRPHQPPLPPMPNDSSVEIRRDYDPK
APKAPQMSDDKYLISPITGEKIPTDKMQEHMRIGLLDPRWLEQRDRMMHEKASQEEVFAAGSAIDSSLKQLAERRTDIFG
EGDVETAIGKKIGEEDIKPKEKVAWDGHTASMEATINKAKANISIKEQIEAIHKAKGLTPDEAKEKIGPAKPAPMLPSML
GGHLRPPKPSMQHKPPTTHHHPPPAPPPLPPPRLPSLISAPGVPPPLGLPPRQNMQPMPPMRPPQFFPPGHQPPPGPPQH
MQFMGGINPNPPVARPPGHPEMQSMPSQQLHMPPQREQQMMQEEPPAKKQKTEDTLLPENLFLVKNPGPVMFKVQVPHLP
DKPEWKLNGQALTMTLPITDQISVIKAKLFEELGMPTGKQKLQLEGMFIKDSNTLAFYNVSRNSLVKLLLKDRGGRKR  
>Skow_XP_002737072                                                              



ITVKEFKEKIANSVDIPANLQRLIYQGRVLVDEKKLSEYNVDGKVIHLVQRPPPSATRASANRTQTTTSSSTPTTTRESI
VVGAFTLPADVTDPNHVQRIVQQVVGGMGDVGRNARVTSRQSADGSAVDVHINLGQIAAPQLLSESQQRVVHVRRMIQQA
NEIIDRLEYTPSRRGSGDRPSSTRGNGTTESMDTTTSDTTASSGTASTTATTTTSSGSTSPRSLTSSLLSQITLGLNHPN
VGTMADLVDEMATLHNRLRPHLDRFQQLMRQDPSFTGNENAVRSAQRDCNLVTEILHYISHAYHSMSDCMVDFMTPSPRI
LRAPPTPAFQMLQQSARGAMLPNGNVTTTDATLGARMSTGMASAAAPVSTSSVTSTSSSQTTPSPPTCKVNILFSHGFAL
LLFGHRLVTNIDLNQILDHHNFFIRTWMRPRLAFKDSNYHNMFGFPAVINIGQQRMGNPSGTGSTTVGPLPPGSNTTGSS
IMMIPIAHSIQVVNLSNRTVSNTSTSSTTTSTRPSATNLASGTFGPGAFLRPGAYYATLGGSGGTGGGNISSSTGGGGGN
GGGTGDGGPDIDDEGGLSDEFLQSLVESIESTGATVHSVTPGRRRTPANTTTSSSTSSTTVQSSPTSTSSSTATTVQSTS
STTSSTSSPGSPFSGRRQIPVANFLGLNIHRDPFLPCSSRHFFLREPPAQPATTGSATSARQTQPATTSGPTSTPTPPAP
SSLQGEDQLADMIGNLVGSLINQHNPYLQPHPPNEVNDNNNTTSATTASRTTASPTTSTNTTTTTAASSAALDTSSTGDE
VVDGMLNRFRNSIGANVSDNPFVQLFSTSGAASRAGSSRHGVQTSPSDHAFFTVARGLEEQMRQASEGREQFESIEDFMN
SMGSAVTTSRPGFFNDVFQFIGRSFSFHDVVTLYVGQADVLNRVRPNLTQFVNEHILDGNEATEDNIQSSVNKLVEQLQI
EMADEMNRLSTVDDIDLLATNGEFLRVVLTRLIKLATDSSVSNEQFSNTFLNMTTRYIHEWFALNISCLENGRQGLEDML
QHITRSISSGMNTRVIAWITSMVSQNVQSFTEELQVRPEEVTCYIKRKAPPVAVETSACEETVSMAISDDVSSSTDKMET
DQISSDTTKMEVEDDAADVSEEVPPLAAAASPPSMEENGVDKEADWQSVVPADWVPVINNDIVRQRRQAPQPPMSDAYLS
GMPPKRRKLMKPGRPVGGVEDILPTTLQRAIEAANVEPLTSMEEVTEEVRDNPDLHAAYEHQIKNTIQRRLQQDKDFDPH
KYPKTDKYFNRDEN                                                                  
>Skow_XP_002735698                                                              
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLRMLAQKYNCEKMICRKCYARLHPRATNCRKKKCGHTNNLRPKKKLK                                
>Skow_XP_002735307                                                              
MGGCVSSSQDRSDGGVESSDNAVAGSMPLGRNQPLKQEKPKWKSDVPLTVGQLRSKRDEFWDTAPAFEGRKEIWDALKAA
AQALENGDHALAQAIIDGANITCPNGTLTDCYDELGNRYVLPVYCLSPPINMIEETSESDAGDMEPINTGGVETTIRLRL
STNKDRKMTVRTTDTVLQVKRKIHTEEGIEPSRQRWFFSGRLLNDKTKIEDAKIPKGFIVQIVVSPQNPTPVEN      
>Skow_XP_002734938                                                              
MAAPVTLVVKWSGQEYSISDLGGENTVRELKEAIKAQTGVLPQRQKLLGLKHKGKPPDDDMQLSVLKLKPNSKIMMMGTR
EEAIQAITEPPPDVGEVVDDFDIEEDVVLIENREENLRKIENRVKNYEVKILNPPRPGKKLLVLDIDYTLFDHRSCAETG
FELMRPYLHEFLTAAYEDYDIVIWSATSMKWIDAKMKELGVSSHPDYKLAFMLDSGAMISVYTPKYGVVETKPLGVIWGK
FEEYSSNNTIMFDDIRRNFLMNPQNGLRIRPFRQAHLNRQKDKELLKLSLYLKDIAQLEELSKLNHHHWERYKAPKK   
>Skow_XP_002734642                                                              
MEVVVEPKESSNLEKLPENEKPTTENVAAETEETNEKHETDPHAASPPPKELVDATATVKFVLMPSGQVTTLACGLGQRV
EQLKEHFSVELKMPVDVLVLMYDGKSMGNDTTLGELGVGPNATVQLEITSADPLNTPLKPLRPKPEYVMPDVITVRVQKD
DGSVEDVVVEIERARRRKPYLGGYRHRLTALEYHHASAQTRPKIRPDNGIEKFCRDTQTVKESQQRQQTMTDTSTQMTGI
GVFVTNMSDILVVPGKYTTADEHLAMIVKKIILLQCYFRRWKAKRTVEIMRKDLAERLQWEREEEIRKIKEKEDRIKKEF
ERRMNPKSKEDFDLLYHALEKWRQEELEVINSTMTGAQRKAALCHLLDQETQLIAAIGRHKIQADTENKQKRIERFLDKC
ASPKKWKAYDGKTTEMDTAFTIRARELKDIHSSINMKYLTQDERLDVLLTLKHTVKEHDCKLTQEIIELIDREADLLMRG
VKESNLEGLRKRISTLFLQYIKTPTFNAEAARLLKVPQDPATLRKNIYFCSSCNQYLPSTDFSLSSNARVVGKCRQCTKL
DNDGRTRQDYSHYRYLLKNVRKSEENFGDDSRIAFLLQEVDLRYLVENIWGSQSALSAWDDLYDLVLVRWDRGEEWSPWN
CILLTKDEAAAHVKLEEVEESYGRVFCHKIRSKHTLARNYFSRLPGMAEHMRKKAGQPKAGNSLGSRAVTLQSLRA    
>Skow_XP_002734500                                                              
MEKIHREVLSSNMAKLADEIDVDDFLDDLRNEEILTEVLTEDIESEKSRRAKTGKMVILLQSCGPKAFKVFRQLLKKKGH
TDIALKMKKDVEELKMQEITRDLKKIEKSGQIPMEAYGDILALHREEVVEDLWVEHIMPLMAYPVDLSEGHVDEIKKHTS
RKAKAETLFDIMKMRVDYDGKKAFYSFCDVIGKVYPHLAHQILKDEVKTMVAVSRPTTKVGNDPESPAPSRDQTPSRTPC
SQREEDMTLPPTSTKQVSFRSPRPSSNSPKPAKYKKTPLPDIMSPITSRSLRSPVTSRSTQSPVTGTRESLQSSRRTPLP
KVSESLAKLEDQLNTSVKDRYERWLGIDMPERTDMQSQHLDRATKLIIEAGDAIEKLESKIKALQRERDEAFESRDQALQ
YTDHMQESLRQLEKEKEVESGRVQKLSEYIIRPGSTPGGRGRRVTPQKFRPFSLRIRKSKTVDDIKEMVKRREGIPSEWQ
QFYYNGKLLKDHFTLREQNVYDQSKVDLKLEVPEGVLPLIIKTVDDDTHVIAAEMEDTIAAVKARIYDKEGIPPHQIRLV
HGGINLDNNRTLREYGIESASTLHMVMRYNIMVRSFKDKTISLQVGEADSIKKIKMLVNEKLGIAPEMQRIVFSGKVLEN
SKCLADYHIWENSVLSLVLTVSVLRKSRLDFDEEMYNVDLDPRDNVVKLKRKLEEMSGVEAERQHLVLDDVYLTNYDRVA
PYAQKGKTIIMYVDLVCVTWETGEVVLRNVRPQETIHRVKMKIHELFHVQPVWISLTCEHKQLNVDTLTFEDYNIDDGSQ
VIFTLRAIPVQILMLSGKTFRVNVYRKSTLKHIKSWIEQKVGIPKKVQRIYHNGIEMKNGDVCEDYNIDDHSVLYLK   
>Skow_XP_002734487                                                              
MDHNTPVLEGDRERIDAGAAMLSGETGRHWTVQIHPSTGGQFNIEVPSNETVEGLKKRIARKLKAPKEKLMLLHRDRQLK
DGTLSDNALCNGSRLVLLPAVESGLLSQRHDPTLVQALENLTDDQINDFLSGRSPLTLALRLGDHMVFVQLQLASAVGTK
PSANKPCCQPIKTKSATTTTQSCQSQTSTFKAPVPHPPQGQQHCCHHGNASTSTSPVITPSSSSSSSQIGSQPSTSSSHS
CKTQPRPSSSCSAGAIIESVKQHAPGIFSGTFSGSLSPSVQDKDGKPRRDITTIMHILTDLLAAAPVYKQHAHQIALQKQ
QKQQQQQQTWKQQQQHLQQQQQKMRAPRLHPVQQPTRSSPTEHHFHHRRGKTMDEKMRLHQENSHTRSKMEQLQTMMRAR
QMRRKARREMRSPWADMRGCVQADCTDMSSSNVSVDNTIEKTMTENCYADLKPGYILA                      
>Skow_XP_002734183                                                              
MPYHYGKTELTLLVQLGPYISFVIETTQNESVDSVMQTIYTRTNIPPQYQRVNHKGTELQPGQGMCLFHYNFEEYSTLLL
SDARVKTTDAGTEDERSDSEWRSVILKECPKNTIGYISNCPTIRACPACKMVIEHNGGCNEMVCRCGHKFCFICLQPALN
NRLNCGAHDSTSIAAIQC                                                              



>Skow_XP_002734124                                                              
MDVFLMIRRKKSTIFTDAKETTTVYELKKIVEGITKRPPEDQRLHKDELILEDTKTLGDCGFTSSTARAQAPATVGLAFK
EGEEDFEPLEVTPYSNPPELPDVMKPQESSTSNAAEQPVS                                        
>Skow_XP_002733865                                                              
MADTGDDSGTKINVIVKTPKDKETIETESSALVRDFKAEISKRFNAPPEQLCLIFAGKILKDNETIDQHIFQAAQQQAAE
RAQSPGSPSTTPQSVPSPSPAAPSNEPNTGTNPAAPFGVGGLGGLSGLGGLGMGSANFMEMQQRMQSELMRNPQMMQQIM
DNPFVQSMMSNPEIMRQLILSNPQMQQLMESIPGGYNALRRMYTDIQEPMLNAAQEGLGSNPFSALINPNADDSGSVQQG
TENVDPLPNPWAPASQRTSATTTSPASPLASTTANTSTTTPTTTTTASGTQPTATATSTTQPAPTAFPGFPGGGMGSGMF
GTPGMQSIIQQMSDNPQLMQNMLQAPYMQSMMQAMSHNPDLATQILGNNPLFAGNPQLQQQLTQQMPQFLQQMQNPEVQQ
MMTNPRALQAILQIQQGMQQLSQEASLKAALLWLDTYENTPKQYESRQPVLMPGMSGPSPTVPPTTTSTTSSSPSPAGST
GTTTTTTTPTPTSTSTTSSTAPSSQQQPDMSQLMAQMMQTLAGMGGTGMMSGQPPEERFRVQLEQLNAMGFIDREANIRA
LQQTGGDLNAAIERLLGGNGTMA                                                         
>Skow_XP_002733357                                                              
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAKKR
KKKTFTTPKKTKHKKKKVKLAVLKYYKVDENGKITRLRRECPNEDCGAGVFMASHFDRQYCGKCCLTYVFNKPEDKA   
>Skow_XP_002732370                                                              
MEVSVVHARSGKTLTTLSALSPSSTVADVKRIYHQRNAKYYPDRQSFRSEPKGRSLKDDATLQSLNIKNGDKLYFKDLGP
QIGWKTVFLAEYAGPLFVYLLLYTRPACIYGAGAVDKPRQQVVYLAAACWSLHYMKRLLETQFVHRFSHGTMPIMNLFKN
CSYYWGFAGFVAYYVNHPLYTSPAFGDIQVYAGLIGFLLNEYGNFSIHLTLRNLRPEGSKERKIPYPTGDPMTLMFNFVS
CPNYTYEVGAWACFTLMTQCVPAALFTLAGFYQMAVWAKGKHRNYKREFSNYPRQRKCIIPFVL                
>Skow_XP_002732133                                                              
MDMQMKEEKKSTDTISSGSGDSQNAKMDTSTKEESTTTSQTISNNSATTTTAASVVSEESEQSEQANKMTSESANKQGTV
STPSTQSATPKETVDFKIVYNKRKYDITFELDNTVANLKQHIQTLTAVPPAMQKVMFKGLMKDDKTLRDSKVIKGAKVMV
VGSTLTDVIAVNTPAAEAAKEEKTETEPTKEPLSKQKPHLKIIEKGKPDDALPGLKGVKERLPSVPLSGMVNKSGGKVRL
TFKLEQDQLWLGTK                                                                  
>Skow_XP_002731773                                                              
MLITLKTLQQQTFKVEIEPTKTVKDLKAKVEEVRGKDGFPAAGQKLIYAGRILADDKLISDYNMSEENFVVVMVTKPKAA
PKTESTVESKPATAPSQPAEKPKEEKKEETKEEKIDDKPPTESASASTETAAGTTTTASTSLASTLSAAESTLLTGAAYE
NVVAELMNMGYERDPVVRALRAAFNNPDRAVDYLLSGIPESVLAEAEAPAPAAAEQPEPAAARTESPATPATGGSTTTIA
ATTPATTPATTAASGTSPLGGQSEEDPLAFLREQPQFQQMRQIIQQNPSLLPALLQQLGQSNPQLLQLINQHQEQFIQML
NNPVGGEQQSGGGGGGGGSGGGAPTSGGQVGTGPGGTSYIQVTPQEKEAIERVLAKMYSKCNSDIRYELMKKCHVDEAAH
ILTGAFLHGDPLTQTVVPSYEAELSANIGLCTDCAEEGVSMVAIDNVTGEVVGAITGKLCHGNNIEKGHTDHPMVTPEST
SFLSIIIPFLEELEMAFYKYPDFTNNRDCIVLQSIKLGVHKDYGGMGIGTKLARMRGEMARGKGVKFIVAACTGSLSQML
YSRLGYECIGEISYKNYTTKEDKPFANITVCSAAKLFVKQF                                       
>Skow_XP_002730852                                                              
MATCSVSLKVPEKTGRIQVEGVQLSESVQSLKKQVADKISLAESQFDLIYCGRYMRNENTVQSYGVKPGVTLHALRKKEP
ETGMEAEPMDEAAIQQLLTALQSALLNPAQRHTVIRILTSRVMLDNVIAATPCLQADPTALAMLQDPELLIQLADPNMIH
KIVKAHPALGEAALHLAAAVNEESATSRGAASFLGFPDEEMEVSESAQGNRQQQSSTQPITSAQLAAALAAAGVGTSLGD
SPGGSNRTPSAASADQSQPSTSSNSSQSAITADLFSQAMAQAMSGSSSSNTTPPTSSPSPSRPELQSQLRQLREMGITDE
SRCIRALQITGGNVQAALELLFDGTV                                                      
>Dmel_FBpp0070894                                                               
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPS
DTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDTIE
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAI                          
>Dmel_FBpp0071182                                                               
MRKVQALVQTRDGKKTVYEVDRLGTVASLKARIGQAMSVPMGFSRLSYKGRVLSNQSVLEDLGPNKSTLDLTWKPVVLTA
NQSSKLSKFGYGRIDDSEVMFTLIGGYQQREEYPGGIVNPPDDESQQNFNAGDDDDALEAQDMTGHDLSSIQTDDLSLKG
QTEPELDCSIGSHGFSGSQEEGQE                                                        
>Dmel_FBpp0071186                                                               
MRKVQVLVQTRDGKKTVYEVDRLGTVASLKARIGQVMSVPMGFSRLSYKGRVLSNQSVLEDLGPNKSTLDLTWKPVVLTA
NQSSKLSKFGYGRIDDSEVMFTLIGGYQQREEYPGGLVNPPDDESQLNFNAGDDDDALEAQDMTGHDLSSIQTDDLSLKG
QTEPELDCSIGSHGFSGSQEEGHE                                                        
>Dmel_FBpp0071432                                                               
MDKSAATNSATADGQNEAAAAAAAAATAAGCGSNNSSSTSSSNNTANSNNALQRLATTTSAVVASPMTINLNISTTTGGN
FGVSVEPHISVESLKKIIAKKLKVAKDRICLLHREKELQDGTLRDHNLMDGSKIILIPNVETGLLAQRPENTVMQALESL
NDAQVNDFLSGKTPLNLSMRLGDHMMLIQLQLSTVNPAGGGAATVAPVAGGASGSSINAAASTTSTVPVMPAGTGCSGAN
STSLSSSAVLAAAAAGVGGSTGTSGSGTSSSSSSTSSSSSSSSSSSRTRSSGQRSSGRIGHGHVHSHQHPSLHAANWHGF
SHGHGHGHSHGNGHGHHHHHHHHHHHHHHHHNASAVAAGSGGGMSSLRKMYGDLPSSSGASGSAPATGTGQSQSSSTLNG



PDLTKLLIKGGIQNIVNSFALKDAGANARPVANGGSGSSPGKPVLEQSPIKSLSNLVSSPIKMTTIKNIPLPTTAATSSS
SSCNCSSAAPSSSSSTSSGACATGGCQQDPIAAKLTSCLCTRLPTPSVAPPVATLVAPAPVARSGSTSSPSKCPESSCSG
ANAGFAARSTLAGTRVTFSGNSMLHKTGNNRITRTKHRHYHGQGHGHGHGNGHSSSSSSSSSSSSSHFFNHACAGNQPSV
NAAAFATSSSSSSSSPSSSSSSPSKRRKLEQGMGAGAVGATAATATAAATVALPASTSATTAEPDDSLLGVSDTRTLAEA
SRNLTQTLRKLSKEVFTNKIDLSGAGVVSSGRSSSSGATSSGAASGEEAPRKSGSGAVIESMKNHGKGIYSGTFSGTLNP
ALQDRFGRPKRDISTVIHILNDLLSATPQYGRGARISFEAPTTGSVSGSGSGSGSSGSSSTTSSGSGLHHGSRSKMYSSK
HHNCAKCNSRAQQQQQQSATLASGSGGSCSFRDCPSYHSSSAATKASTSSKSSSHSCCQTAEAPSSMTSQSNGCTCRYRR
DDGQGEREREHTCQKCTVELANMKTRSKMDQLRLVMQQHKQKREARKLKSGPYATAASASAADSLSSIAAGGTAAVPMGA
AAQYSAVSALVATPLQPAAVPVQTGKAAPANSITGNSSNANVNGNTSTAPATAATSAAAAPTAAPPSEVSPNHIVEEVDT
AA                                                                              
>Dmel_FBpp0073034                                                               
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPS
DTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDTIE
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDTIENVKA
KIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDTIENVKAKIQD
KEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGI
PPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIQA                                     
>Dmel_FBpp0073619                                                               
MRKMQVLVQTSDGKKTVYDVDRFGTVANLKARIGRAMSVPMGFSRLSYKGRELSNQSILEDVGHKSILDLTWKPVVLTPK
QLREKKIGKFSKFGYGRKNDSGEHMSTLIGGYQQRIDLESDDDELEAQDLTELDLLSLNSDDSLVNNQTELEPIAPLNFS
GSD                                                                             
>Dmel_FBpp0074054                                                               
MKITVTTSDDKVFCLDVAQDLELENLKALCAMEIGAEVSQIAVIFNGRELSSDKQTLQQCGVGDGDFIMLERRRSANRPV
GGNPAISTLDFSNIAVPGTSSGGSPPSRRVQQQGVQQPQFNNLTDIPTTDEFNVNFDDDPETVRQMFLSSPETLSLLRQY
NPSLAEAIDSGDKEKFARLLREHITERKRRNEHRMRMLNADPFDEETQRLIAEEIKQKNIQDNMAAAIEYNPEIFGTVTM
LYINCKVNGIPVKAFVDSGAQTTIMSKDCAERCHVNRLIDTRWNGVAKGVGTQPILGRIHMVQLQIENDHLTSSFTVLGQ
QPMDMLLGLDMLKRHQCLIDLQRNLLIIGTTGTTTPFLPESELPVSARLTGNSEDSMEQEAISNAIEQSKRESGGAGGGP
NTISPQERFTEQDVTDLMALGYPRSDVLTVLRLCGGNKQAARSVLLHRNDAASGSELS                      
>Dmel_FBpp0074519                                                               
MAEGGSKRINVVVKTPKDKKTVEVDEDSGIKDFKILVAQKFEAEPEQLVLIFAGKIMKDTDTLQMHNIKDNLTVHLVIKA
PTRNNEQPARQPADVRQTPFGLNQFGGLAGMEALGAGSNTFMDLQARMQNELLNNGDMLRSLMDNPMVQQMMNNPDTMRQ
LITSNPQMHDLMQRNPEISHMLNNPDLLRQTMELARNPSMLQELMRSHDRAMSNLESVPGGYSALQRIYRDIQEPMMNAA
TESFGRNPFAGLVDGGGSGAGNNPQQGTENRNPLPNPWGGANSGTNGTVGGSGAGNPTGDLPPNNVLNTPAMRSLLQQMA
DNPAMMQNLLNAPYTRSMMESMSQDPDMAARLLSSSPLMSNNPALQEQVRQMMPQFMAQMQNPEVMNMLTNPDAMNAILQ
IQQGMEQLRSAAPGLVGTLGIPPPPPGAGTGTNPASGDGSGGNSGASTNNVSPSSGLNAGTGTPNLAPGGGPNAQLFNDF
MMRMLNGMSNNADNTQPPEVRYQSQLEQLNAMGFVNRDANLQALIATFGDINAAVERLLSLNQLSLS             
>Dmel_FBpp0077159                                                               
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLRILAQKYNCDKMICRKCYARLHPRATNCRKKKCGHTNNLRPKKKLK                                
>Dmel_FBpp0077974                                                               
MSFIFKFIATFVRKMLELLQFGGKTLTHTLSIYVKTNTGKTLTVNLEPQWDIKNVKELVAPQLGLQPDDLKIIFAGKELS
DATTIEQCDLGQQSVLHAIRLRPPVQRQKIQSATLEEEEPSLSDEASKPLNETLLDLQLESEERLNITDEERVRAKAHFF
VHCSQCDKLCNGKLRVRCALCKGGAFTVHRDPECWDDVLKSRRIPGHCESLEVACVDNAAGDPPFAEFFFKCAEHVSGGE
KDFAAPLNLIKNNIKNVPCLACTDVSDTVLVFPCASQHVTCIDCFRHYCRSRLGERQFMPHPDFGYTLPCPAGCEHSFIE
EIHHFKLLTREEYDRYQRFATEEYVLQAGGVLCPQPGCGMGLLVEPDCRKVTCQNGCGYVFCRNCLQGYHIGECLPEGTG
ASATNSCEYTVDPNRAAEARWDEASNVTIKVSTKPCPKCRTPTERDGGCMHMVCTRAGCGFEWCWVCQTEWTRDCMGAHW
FG                                                                              
>Dmel_FBpp0078436                                                               
MGACVCRMNPDNETMSVSSASISRPASAGIAMGAARKNRPLCHETIRWRSDVPLTEGQLRSKRDEFWDTAPAFDGRKEIW
DALRAATTAAEGLDFQMAQAILDGANVSVPNGYLTECYDELGTQYKVPIYCLSYPINIVKEENGRDSPAEYSEPVDGGTD
IFLKLRISSTMTDVKLPVYSKDTVGQCKKKLQAAEGVDACCQRWFYSGKLLGDKVPIDECSIHQGYVVQVIVNTEHYNHD
NSTSTAHAS                                                                       
>Dmel_FBpp0078563                                                               
MSTKESIDICAKGSGRVETVTLRQNELIRNLRVLVAVRFEQAISRIILVFAGQVLSDEGTIDSRGIVSGVTVHVVCRAEA
ANSPSPTPIAATKRSKPSERLMRSWQSAHIAFLQQEPDVLRSLLQADPRIRSLLDENAAMRHYLNSDQNLREMLSLAFSP
AKQELGRRRDLHISRMEFVPGGYKVLSRLNYCMLQAYEDNVAMAFQQASQGAKTSSNPQRGLEVKDPLPNPWLRMPRIRN
PRTCALPRRVNKGRSSVKQSDPNADCRQKSSSKVMTSTATQTKCKDRRSGGDGHCQHCYQSQVEQLTQMGYSNRSRNKRA
LLISLGNVDCAVRLLDHWNRFLED                                                        



>Dmel_FBpp0079606                                                               
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAKKR
KKKNYSTPKKIKHKRKKVKLAVLKYYKVDENGKIHRLRRECPGENCGAGVFMAAHEDRHYCGKCNLTFVFSKPEEK    
>Dmel_FBpp0080733                                                               
MLIKVKTLTGKEIEIDIEPTDKVDRIKERVEEKEGIPPQQQRLIFSGKQMNDDKTAADYKVQGGSVLHLVLALRGGDSIL
TPCV                                                                            
>Dmel_FBpp0082817                                                               
MATLDAEANEEQFGNDQPKSMSGPIIGIIYPPPEVRNIVDKTASFVARNGPEFEARIRQNELGNPKFNFLNGGDPYHAYY
RHKVNEFREGNDAGITALASMKQLAVTSAAQQRQQELLKQVVEQQFVPKEPPPEFEFIADPPSISALDLDIVKLTAQFVA
RNGRQFLTNLMSREQRNFQFDFLRPQHSLFQYFTKLLEQYTKVLIPPKDLLGKLRSESAPGRSSMNQVLEQVKYRANWQR
HQEAQRRREEEKIERERVAYAQIDWHDFVVVETVDYQPFESGNFPPPTNPDEVGARVLMEERLMDEEGDTEMQIESDDEG
DSQANNLLDSGLKLSQMENRVGIQMKNVSSYGQPTGPKRDNTQVQDMDEASSDEDTPTTKLQPSVAPMLPPTHDKVVVKK
YDPKATQPKQAPMPTDEYLISPITGEKIPASKVSEHMRIGLLDPRWVEQRDKHTVEKINQDNVFAAGTAIEASLKQLAER
RTDIFGVGDEETVIGKKLGEEETKKDDRVTWDGHTSSVEAATRAARANITLEEQIHQIHKVKGLLPDEEKEKIGPKPVGN
KATLSAPPQPSTKSQHSHSSQSQHHQGGGGGHHGHHNPHHHHPPHQQAPPHQSHHHHPPQQPQPVMQLMQLRPTMMQPPF
GAGGGGYMNMQPGGIPQQIAPAPPVDIMEEEPPSKKIRSEDNLIPEADFIATHKSPVTIQVLVPNSDKSEWKLNGQMIAV
TMALSEPIANLKTKLQDETGMPPAKQKIFYEGMFFKDSNTMAFYNLVNGTTVHLQVKERGGRKK                
>Dmel_FBpp0083354                                                               
MDVFLMIRRQKTTIFTDAKENTTVAELKRMIEGILKVQPVDQRLYNQDNDVMEDDSTLQDYGVTVSTAKAQAPAQLGLTF
RNEVGDFETLDMTPYSAPPDLPEVMKNQEASNGQEQVA                                          
>Dmel_FBpp0083740                                                               
MEVKEVVVIVKWSGKEYPVDLTDQDTVEVLRHEIFRKTQVRPERQKLLNLKYKGKTAADNVKISALELKPNFKLMMVGST
EADIEDACSLPDNIGEVVDDFDDADEREESVEHSAVYLAKVQRRVRDYKIKELAPPREGKKLLVLDIDYTLFDHRSPAET
GTELMRPYLHEFLTSAYEDYDIVIWSATSMRWIEEKMRLLGVASNDNYKVMFYLDSTAMISVHVPERGVVDVKPLGVIWA
LYKQYNSSNTIMFDDIRRNFLMNPKSGLKIRPFRQAHLNRGTDTELLKLSDYLRKIAHHCPDFNSLNHRKWEHYHPKKNS
>Dmel_FBpp0083927                                                               
MKLSIRMLDQRTITLEMNESQEVRALKQKLGNLPEVAMPAENLQLIYSGRIMEDAMPLSEYRIAEDKIIVLMGKKKVDKS
SPEEKVAPTPPLAAGPNVLRTEDVVPSLAPNDQWVSDLMSMGYGEEEVRSALRASFNHPERAIEYLINGIPQEVVSEQGL
AAIPSVQTSDQLQQLMADLNITRMREMINQNPELIHRLMNRLAETDPATFEVFQRNQEELMNMISGGASRTPNEIEHLQI
TLTAEETAAVGRLEALGFERVMAVQAYLACDKDEQLAAEVLIRQSEEDRD                              
>Dmel_FBpp0088191                                                               
MIITIKNLQQQTFTIEFAPEKTVLELKKKIFEERGPEYVAEKQKLIYAGVILTDDRTVGSYNVDEKKFIVVMLTRDSSSS
NRNQLSVKESNKLTSTDDSKQSMPCEEANHTNSPSSTNTEDSVLSRETRPLSSDELIGELAQASLQSRAESNLLMGDEYN
QTVLSMVEMGYPREQVERAMAASYNNPERAVEYLINGIPAEEGTFYNRLNESTNPSLIPSGPQPASATSAERSTESNSDP
FEFLRSQPQFLQMRSLIYQNPHLLHAVLQQIGQTNPALLQLISENQDAFLNMLNQPIDRESESGATVPPVSNARIPSTLD
NVDLFSPDLEVATSAQRSAAGTSAAHQSGSAADNEDLEQPLGVSTIRLNRQDKDAIERLKALGFPEALVLQAYFACEKNE
EQAANFLLSSSFDD                                                                  
>Dmel_FBpp0099676                                                               
MQITIKVLKGKDCTIEVAPTSTILEVKHQIEAELQISATNQKLLLLGRPLNNEQTIASYPNIKEGTKLNLVVIKPCLRDS
ILRGFRKHYSEPLAERMTNEFMADFERKINEQSLDDLERLADSIVNRAAT                              
>Dmel_FBpp0288465                                                               
MLINLKVKTLDARIHEFSIDNELTIRQFKDQIAEKTNIAAENQRIIYQGRVLVDDKQVKEYDVDGKVLHVAERPPFSQRG
ANARNNDEPMRTFRNVARPPPPGMRTSPYFRALDGMLVGTMAIPVNNGPVAGTRPPPNRYPNSSSFCINRITVALHMIDC
ADNIAAYLENPAVGLNNQSLDILQRGRWSMESTVVEVGVSSTDLPRNNNIIDMVQDAVTAALSHTGARNYTVVQLPTVYT
NENGETSQQRTAEAITSEGAASGAASNASGETTAATVIIEDVIETDDEVADGASDRSVTPTPEPEAEGAVGGQQVTAAET
PTSSVGSANDAAAEGGNNSGPRRRTRPQVLAQVIQHYRGVQARLAPFVDRYYEILQNDPTFEESDTDGRENAQRIFDRVS
EAFHYLSHAQHAISDLMLDLSQPGPRVLTCRPILVEQSGYIRSNNIFTPNFLAPPSGIINEPFRNRAPGSASAAGTQTAT
TAGTQTPTSAGTPTAVAPSQAANLQAATDASRSAAAMAEIASRAAGAAAEMAAGAASAAAGAANAAAAAARDLSSDQVED
PIDEPMVGPNAAGAETLAQEQQRLEMDHDHDQAQSETPERETRPVPRLRVYVPVTLPPPNPQLEMARIIQAMVNGQRPND
IHVEFNAPNVMSINLPVHVMTTVRQAPAAGSNETADQSASESSSPESAPASGNGESPNAASTSSGTRSGDQRANTLPTTA
TQTRSTSRPQIQIGGNNNWGGRIAPTHTAFDRFLPCNSHHIREPEQLLQNNSTSRSTSTAPAGGATVVPPTSAAVTRPVT
TGRIQRGSNTIRPMWSSRRQRPASEQLSNLGPAAWAQAQTQTTHIPSAHVGAGSTNGAGVGAGRVRPVGGSTINRDRLAT
RTAHVGGGSTNGGLPSGRRGRLQAATSRLSRHLPTQLANFLINNMRNNAPTASVGSAVAAVGDTAASPSGEAAPIASTTP
AAPLQTVLPTSTPTPRGDSNNLRSQLRTFLNDSLFVGVPINEQTIPGAIGRALDWFGESLVYLPQYERPEYNSRDSVCNI
LRVSLRLIIELCNGAPAGVDSAQFEQSLKQICDQFRKRLYSVLFLCLGSANAELYWRQLMRLLCAPMRSNFRNEALQFLC
IYIDPTIPAQTDTVDAQQFLVLRSIQAAPPTAADEPFVAPPPFAFNPQQQQLQEQTLDTDVEMSEVTASGSNSSPADELP
AVIVGSEPWHMSFPNDWLPVITRDLQTQAEQSNRPQPPFSDAYISGMSAKRRKIIQSEKPTASVECLIANGVQRAIQSVG
LGGSNGGSALNASISMDTVIGSIAHDSTIQAAYTDAVRNSLKERTERDVDFKTSKYPQIAKFTEQK              
>Cele_B0303_4_1                                                                 
MNALIVKSALEYLELSTVVAILIIIACALLSYQISARRPLYYNLFVVEMHTWTTRRMVQVLHLGQEFTPPVTWERLVQRM
RARAPRIQGEQRVAISDTNIVIQSPNTVIDSPAPARSPDVDLITLWDIEMPPPSAGHVPDATRDSQYAAAAAIAILARGD
DASLMSRTYRPQLRPPTERSGNTRVDESRPSENSSRHDYVTTDVTYTTPSINPDMQHHLSTRTSNVTQTQPPTNQVFADT



PELTEDIVIDQQEEDDEEDDDDDSSDDAIIEDHEEEEGQDDDEETEIEIDRGGPIEEIEQVEVEQNEDPPLDDQEVEAQP
EQVLQETKESEFPVIEGPSEGKILIKLKFMNDTEKNTYASLEDTVAKFKVDHFTNLANQVIRLIYQGQLLREDHRTLEEY
GLQPGSIVHCHISTTPYTRPGIATLPPIVNNGFRRRPRRSVRAPRDTTPMPSESVPVVDENVTTARRRAAQDRNVGQIYL
LLSTMVPILSGIGLAFFRPDRIRDLLRPATLLTISQWVCNLLVDNGLLEQDDDDQETHLQTSTLFWIFGGQMVAVSIFLY
YFPDVFDRVGFSIFIIVFLYFVFVVYSRQRRRQPDPVEVQNEMMENQIVQETIRLL                        
>Cele_C15F1_6_1                                                                 
MSGILEVYDAKRTDNLIITLEGISGSETIKAIKKRIAQKKLKLTEERQALRVEPKGKPLADDQKLSDLGLSSQKAVLYVR
DLGPQIAWKTVFMAEYAGPLFVYPLFYLRPTFIYGQAAVNATMHPAVQIAFFAWSFHYAKRLFETQFIHRFGNSTMPQFN
LVKNCSYYWGFAAFVAYFVNHPLFTPPAFGDLQVYFGLAGFVISEFGNLSIHILLRNLRPAGTRERRIPKPDGNPLSLLF
NYVSCPNYTYEVASWIFFSIMVQSLPAIIFTTAGFAQMAIWAQGKHRNYLKEFPDYPKNRKAIVPFVL            
>Cele_C16C8_11                                                                  
MADSNDLMSEFQKLQQETSKIQSHLTKDFLSSSAKLSENRVLQATQELCGKLTEKQKVQDDTINLLLSALGQIQENQNKI
LNQFASMQSQLDIVKRRQDAYERDLIQQKPSVPEQKVGESSKKSPRSAESALKYVETCTKVVDLCIAVSMPGRLFSIGAN
KMESVEQLKMKIECQTGIPRTKFWLRLHGKPLYDDKKLADYKWDTSVELLVRAS                          
>Cele_C16C8_13_1                                                                
MSEPSSLMTEFQKLRVETSKIQNEFREKPGYVEDKLHKNTLEMCQKILKKQHGFQKTQENQNKFIEHLILDLESVKKETS
DMKKQQETQILKRQDEYHDEMKQEFQKIQATQNKLIEDLMNSDKNLEMMLKIQEGQNQMMMKIMQRSAVHDVPIETGELA
KNVSFFYIFVYWSDSHGTLASGNYRNLWVRGSDTIRQVKLTINSLANVDISSFRMVLRDKVLEDDHTLAYYNIQEGSTLG
LFSP                                                                            
>Cele_C16C8_14_1                                                                
MSDPRDLMSEFQKLRVETSKIQNEFKEKPGYVEDKLHKNTQEICQQILKKQGKSQKSQENQNAFIENLMSELKTAKSKLN
ETENQISDLHEATKQQESQANLWNDLVAKISDKNLEMMLKIQKSQDLMIMKMQEGSAVQDVPIETEKSAKNGPFFEILVI
WTDSRGPVVPGNHGKLRVCGSDTIRQIKPRINSLAGIDTISFRTFCDDKFLEDDHTLAHYNIREGSTICVFFH       
>Cele_C16C8_16                                                                  
MSEPSNLVSKFQKLRVEASKIQNEFKEKPSYTLFKETLDISEKLLEKQFEFNDEMKQIQQNVMSELKSVKKELKQATSIK
DLLEILEIIQKIFKKQDEFQQVQENQNKSIENLNSELKTVKAELNETKKQQESQEKLIDNSDKNLKLILESILKFQKSQD
QIMMKIMEGSAVQDVPLGTVELTKIDPFFEILVIWTESCGIFASENHWKLRVCGSDTIRHIKLRINSLAKVDISSFRMVL
RGKLLEDHHSLAYYNIQEGALIWLYSR                                                     
>Cele_C16C8_20                                                                  
MSETSSLMSQFQKLRVETSKIYNEFTEEGQDRIMMKIQEGAAVKDVPIESGELAKNDSMFKIFVSWSIPGGIFVSENRRK
LPVYESNTIRQIKLRINSLVGIDIGSFSSYCDDKILEDDHTLAHYNISYNNSRILIILHFCSFST               
>Cele_C16C8_4_1                                                                 
MSNSKDLMSEFEKLRQETSKIQYSLIQKLPSEPSSFVENQLLLETQTLCGQLLKNQEEQNILNEKLRNEQKIIKLKHNTE
MKSMRDKLETLTTAQAAQKLDFERHFEMMRQSHSAKIVKMERDLRNMKYDLHSLRSDMDSRKNCENRAAPKPEFQIFVKV
LGVSYAFKIHREDTVFDIKNDIEHRHDIPQHSYWLSFSGKRLEDHCSIGDYNIQKSSTITMYFRSG              
>Cele_C16C8_5                                                                   
MDNSNNVMSKLQKLRLESKFPNGSTLVENQLLLDVKSLCAELLEEQKSLKKRLQKVEENQKIENAKIKEELENLKNGGNR
VADNSLFEIFVFDDYKYHAVEVRNSYLIRYVRVKVANLLNNDLVESFNLYYGGQKLQDNRSIGSYNIDQSREIYLKKKKK
LSTLLLNVTMIINLLPANLI                                                            
>Cele_C26F1_4_1                                                                 
MQIFLLGLDNTTHTLDVDASTTLSAIKGVIGAGEEFSISYGSKVLSEELTLGECQIESLSTLSVNGRLLGGKVHGSLARA
GKVRAQTPKVDKQDKKKKKRGRAFRRVQYTRRYVNVASGPGKKRGPNSNS                              
>Cele_C28D4_10                                                                  
MRFILLTTFVTLTTFFRYSDQAVRPVTLFIHLFDVKGKRSTILDEGYKYTVGELKSMLVKEIDVSGHILRLYFEGQELWI
PDRTLASYRVRPGDTVDIYLENIAEQLAIKFGNQDKSPDGKLRDE                                   
>Cele_F14D2_11                                                                  
MTEKQDLMSEFQKLRQESSKSHSSLTTSPLEYRLIEVQKCCEKISKRQDAQDEINTSILDELHKIQKNQKKLLEEVGAIR
KEVDSMKATTVKENEVKDDRKLSLNEMLRKRCLQVKNTKMKNSSMPKFQYFVRLNGKTRTLNVNASDTVEQGKMQLCHNA
RSTRMSYGGKPLSDQITFGEYNISNNSTMDLHFRI                                             
>Cele_F15C11_2a                                                                 
MATESALIKVHVKSPSNKYDVEIAADASVSELKDKVLVFVPTANKEQVCIIYTGKILKDEETLTQHKIADGHTVHLVIRN
QARPTPAPAAATPTASSAPSSNPTPSSQPNPTNNPFAAMGGMGSPADILNNPDAMRSVMDNPITQQLLGNPEFMRTIIQS
NPQFQALIERNPEVGHILNDPNVMRQTMEMIRNPNMFQEMMRNHDQAIRNLQGIPGGEAALERLYNDVQEPLLNSATNSL
SGNPFASLRGDQSSEPRVDRAGQENNEALPNPWASNANQATNNQSNNRSADFNSLLDSPGISSLMEQMMSNPSMQASMFS
PEVINSIRQNMSNNPGLIDSIVGQIPSARDNPQISEGIRRSFPQMLNMMSDPSVMEAMRNPRVSEAFRQIQEGFSTLRRE
APQLLNLFQAGAMGGGAFGSDANASSAGANSANGLADLFNSMNMGGGRPSSTAAPVNPEQTYASQLEQLQSMGFSDRARN
VAALTATFGDLNAAVERLLNSP                                                          
>Cele_F25B5_4a_1                                                                
MQIFVKTLTGKTITLEVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE



VEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLIGKTITLEVEAS
DTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEASDTIE
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEASDTIENVKA
KIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEASDTIENVKAKIQD
KEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEASDTIENVKAKIQDKEGI
PPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEASDTIENVKAKIQDKEGIPPDQ
QRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGDI                                          
>Cele_F45H11_2                                                                  
MLIKVKTLTGKEIELDIEPNDRVERIKEKVEEKEGIPPPQQRLIFAGKQMNDDKTAADYKVLGGSVLHLVLALRGGF   
>Cele_F46F11_4                                                                  
MIEITVNDRLGKKVRIKCNPSDTIGDLKKLIAAQTGTRWEKIVLKKWYTIYKDHITLMDYEIHEGFNFELYYQ       
>Cele_F52C6_2                                                                   
MLLSIKTSTGKTITVEAPKSVKTEVRYKQGVVFAVSYDKDAGNQIIEMEDTVQDVKIQEAQQAPLRESEEVTGDPIKVEA
SDTNRNEENPDLAGPPAEPVIRGTAASGRIVNVRLAGKRIVQPNRRFTSYLPSSAVRRVASPYQIRRVSVDGNFNVFVKN
STGGKTTAVSIKNTDTIGTLKLKVQEKEGIPPNQQRLLFKGSELMDYRTVAHCGLRQGTSLDLVRLDA            
>Cele_F52C6_3                                                                   
MLLSIKTSTGKNITVEAPKSVKTEVRDKQGVVFTVSYDKGTGNQIIEMEDTVQDVKIQEAQQAPLRESEEVTEDPISVES
SEVIGNLNVKVAETQQELHHEGIRIYVENAGRTCTLDTSASDTMASVKAKIWEKLRILPNTQKLLLENWDLDLFSDHSTL
FDNSFENGSTLRLEVSIEKEIDVFVKTYTGKTITISI                                           
>Cele_F52C6_4                                                                   
MCIVCNVNFFAYRSLEIFVLRFIDFFETLAHIYFAIFFLFNRISSKLPEDQISVDSKTMLLSVKTSTGKTITVEAPKNVK
TEVRDKQGVVFTVSYGEVTGDPITVEASDAIKDLNFKVAEAQRKPHQPSNIVLCKDQRTISDYNIKNGSTLRLEVPVKEK
LTVSVKTLFGKTIPISIKNTDTVETLKFKVQNKHGVPPDQQRLIFGRAQLENDRALFAYNIRDEDIIHLVSRHRFKFFCV
LNFRLKHFISMVQKIGFSGFWILQADILKYSNLIQFSIIQPARISVGTCFFN                            
>Cele_F54D10_7                                                                  
MPPTVGKSTNKDGPSDLMSAFENLRSETAGINNFLEKGPTIGSITSLSISKFDKFCENQDKVNQKLMLAIQKMSIERSKR
QKIQDAFNKEMLDAIRSMKKAFAREKEEFSDDLEIFKEELFEKLDEDNETSEDEDEEEENDVLDAIKLLQTGLDAMKEAQ
REFFKKVTEDTQAIRRKIGSKNIKFNVILHGSRIPMELDSLDTIYTVGMALLKHGGLALHRQRLMLNDKELQYNQTLEEA
GIKDGSVIKQHTDEKCDEDCECCC                                                        
>Cele_F56F3_4                                                                   
MDPSSENNSPMVSPNDDKIVKITVSSVMQGVKQIVVEMKDKETVSILKNRIEQETEVLTNRQVLLFKGMELKDNNKTMTD
CGINSDAKITMNVKMSTGIVTNPTTTDILLMMPPIFPTNQDQLRKEIKGMHTVHRKPKKMSGIDANASLWTPEKQMENEF
TRNRMKTLLRRKKHAPILSGTPVDSEIGSAQTFSPVATPPGELSSPSTVSSHVSSGSEPESDAEVVTEKELKLFFDPPET
IEEHKQCRRSMVLAPSSEEELLENLKKFEAERKTKCNTCFKKLSAAQQTMHCKCLRIFCDRHRHPKNHTCVIDYKQDGRN
KLKKNNSKVGDGGWRKAKFES                                                           
>Cele_F57B10_11                                                                 
MKVNVSCSSVQTTIDILEENQGEDESILTLGQLRDRIATDNDVDVETMKLLHRGKFLQGADDVSLSTLNFKENDKIIVMG
GKNALVDDAGFKMLMQYEKHNLSNLQKAYDLNLRDVADLERGFLEKPKQVEMGKKLEKKVKYFNEEAERHLETLDGMNII
TETTPENQAKRNREKRKTLVNGIQTLLNQNDALLRRLQEYQSVLNGDIPE                              
>Cele_H06I04_4a_1                                                               
MVFVKTLHRTLFLEVAANEDVLSIKQKIEAAEGIPAEEQRLCYAGRQLEDSDCGIDSEATIYVNLELLGGAKKRKKKVYT
TPKKNKRKPKKVKLAVLKYYKIDENGKITRLRKECQQPSCGGGVFMAQHANRHYCGRCHDTLVVDTATAAATSGEKGGKK
GKK                                                                             
>Cele_T28A11_22                                                                 
MKPSTSRFVKPHFKHSPIRQLREFESSSENLLEPDDLDSPRNRTFFKKLRNAMKNRKLLQTKKVWEEEEEEDKYFEEKPK
HEPIDYSLDLTIRVNGNVLRNRVSSLLTIRDLKHLVHCQTNYPESIMWIVWNGRRLDRDEWTLYEYHITDDSNIFMHLSF
NPNIHYQGNG                                                                      
>Cele_W07E6_4_1                                                                 
MTAVVSNREEDSMNNEPSLSGRAIIGLIYPPPDIRTIVDKTARFAAKNGVDFENKIREKEAKNPKFNFLSITDPYHAYYK
KMVYDFSEGRVEAPKVPQAVKEHVKKAEFVPSAPPPAYEFSADPSTINAYDLDLIRLVALFVARNGRQFLTQLMTREARN
YQFDFLKPAHCNFTYFTKLVDQYQKVLVPSTNVVAQLQDDATNKKRLIEDINYRVSWEKHQKGLKDREEAEAEKERQAYA
SIDWHDFVVVQTVDFQPGDTSQLPPLCTPKDVGARILLEARNEMQKAAAEMQEMDMEESDSDDEDAVQAPEAPAFTAPLP
PTKQKDVIVRDYDPKRNVTQKPKAVENWIISPLTGERIPSDKLAEHVRYNTVDSQYKEDRDRHIGERSTEEPVLALGADI
SRNLGNFAERRTDIFGVGGEQTMIGKKLGEEDNSQQGQNKLIWDGTEETRDMITRAVQNKVTLDQQINEIHRQHGFVADP
SKEKIGAQQVPRHQSTQGNVTITQGITNIPGQMPSGWPPVPPMGMPGMPNQALPPIRQMDFGGGPPAKRPRTEDDLIPEA
DWLKKVNGAISLNVHLPQAPEHGMDGSIVQFTIQVTAPMSELKQQIQDRYGMPVGKQKLMSDGLFVKDNMSSAFYNLADR
TAIYLQVKERGGKKK                                                                 
>Cele_ZK1010_1_1                                                                
MQIFVKTLTGKTITLEVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLRQLAQKYNCDKQICRKCYARLPPRASNCRKKKCGHSSELRIKKKLK                                
>Cele_ZK20_3_1                                                                  
MVLSVTFRTLTQVNFNLELNEDQTIAEVKALVASEKGDDYAPELQKLIYNGKILDDSVKVGEVGFDSSKFVVVMLSKRKV



TEVAPSSTVATAAEPVPVAAAPASNPAPAADVAPEAAAPAEAEALTDEQEENVLAITGMGYDREQTIAALRAAFWNPDRA
VEFLLNGLPDDAADQEPDLGPEQNIDNVDEDGNDDLNMLANMPQLAEIRALIQQNPEMLAAVLQQLAAVNPRLVQTIQNN
QQAFMDLLNGGAQGAGAAAGNAPERNTPRRHVIHLSPEEAAAIERIKAIVVNAPEAVVVEAYFACDKNEEAAINFIFSNL
DEE                                                                             
>Ctel_215538                                                                    
MVDAHVLSIALEGNIDQMQYCDKVKNLVEHLGTKLSLEELSKIWRMQNGESTVVIDNIHSIIAACGVKFSTTQLDQLFKL
IQMSWNIADDKMRDKLLSLIGKIGTNSKVTKTTSKVLELLWDLAHLPSLKTSLIEQAISEHLTILNDSYVLKENVKRIYV
VKCVDDIREGVWVLPALKQLLQISKNIAKHSFHKAEKSILQELNKNYEIIKLVTNSLTKFHHCAVLHAKESNEALSENTF
VDGRYTHQDFVSVHLSFLQFLLQEGILYLHWHRARDLWDALIASPDACHWDKEMCYEWFTKGLADLEPDTQSQLFQKQLL
HIDPTKLTVKGFNCFKSFFESVNQSEQKLKKSGNSLSVEKTDLAGLDFLWEICLNASDAEITERAVDLLMDMTYFNLVSR
FKRDPIVLHQKFIDECYSRLELAMIPLGGSAVAQALSLASTILSSISVPEAASAPSPSRSANLLNIERLLLIAERYIMSV
EEFHTAPRTISPHGASFQGRPLTLHVVCDAHKQEFSVEAHSNEMVRSIRKKVSKEMKSPPDQVQIMYNMKMLNKDQKLLH
QLGIEDNSSLSDTPSTPTKQSFDLEQEKMLPGVLMSSGGQVFDMLYQLADLDEPKITIRARNLLKLIPTDPSVQDALDSL
GQKPASLRAASPEESSPRLSPRSSPRKYISSSVSSSPSGSLQRHTPQKLLKMLLDATQNGMSSFRVLYNLEILSSKLMPV
QRDVGTLQSAKSFCEDFLNAGGLSLVVNVLQKETMPMEMDYETRQGIYAIVLQLLQFLLCGLEPNGERVSHNSVKAAAGM
GDANAVRSSQDSPPEAASKAVQMMGVSDFTEMVASFMRVTWAAAAGRLHLASSVQSSRDSSVASSASSSSCTYVARARQS
TGSTGSGTSSGSDADSHCLHSGVCIRQTQVSARDSNIAQEALKLLVTCLQLRNSLLAEFYSLPCVSDFIVDVLVGSPQSE
IRDMAVKQFFLFSETEVTAPENQQQTPQHFVLQTLLKARLPFWVSSSSTRGASYRLLQQCSQYFDLLCRLIGHLTVGMQK
KLLLDIPRMLEDELDWLAAFVPSENTEAQEVDNLVIGGHLRLIKTLVTCEGVDKRSIGKSILQEILHNFLFPASKIIMDA
SDSNATFMPKCSNEDSRSAAYSLLVELANGCAPNLSEICNELIEMHHQPNPEIAKEWEYLPPVDSRSLAGFVGLKNGGAT
CYMNSVLQQLFMCPSVPESILRFEDDSLTEDSVLYQTQQIFGHLLESKLQYYVPEVFWKVFKLWGQSVNIREQQDALDFY
QALIDQCEEQIKNLGRESPLKKTFQGIYSDQKICEGCPHRYEREEVFFALNVTVKNNTLQDELAQFVKGELLEGDNAYFC
EKCGEKRNTIKRMCIKTLPPVLCIQLKRFDYDWESNRALKFDDYFKFPFVLDMEPYTAEGMSSRDALKNDESEMDSESDT
PVFRLNSTPKSSSDSDSNLSEIKYGESLSPTAEYTGAAPNKQINYDLVGIVVHSGQANAGHYYSFIKDRRGNYMNNPNRG
KWYKFNDTVVDEFEMTESALEAECFGGTYKAKVYDNVSSSSTSYPEDRLRYWNGYLLFYERIDDVRTPVSAKMSKVTRVR
PSQELPISLRQNSLQELTELVHKGEKKGIFHGRMPASIQQVVREENLRFMKNRDIYDLDYFQFVRKMACVNGGVPIINKP
FNEIISNLLDLLPKDVPDNCKQCAEYFSVLSAYSQMGTKACTHLFFHKAFKRLMQFLLGPIPSSPSDQDVGVRRWSSMQA
RDFGSLHATLAVLILHCDLTPFRTEDPGDISLRTPTTVTPQKILKMGPDMQHYVFGTEAPHYIREVILALKEVPSNMPSV
EDMILYASFCNCPFSLNVIINIMTQCSSAPSNELKTLFQVLLEMLLLEDSLQLKRLQWVIDGHSEDDAETQYEGMLAIIK
ANHLNDSRRSYQCIKFLVALATKCGLAKDYLMQSSTKWQWAVNWLKKKMTEYYWPSTSTNTVTSNEDSNSHSFQRTISAQ
DTLAEATAMLTELESTECTDMEISQEPTADSPGTDKFTGSVDFTLDSNEEKDESS*                        
>Ctel_128415                                                                    
FTSNLQITVGQFKQKIAGSVSIEAESQRLIFIGRVLQDEKKLNDYDINGKTMHLVARPPP                    
>Ctel_211288                                                                    
MGSCIGTTRDGSSPNGDSSDGTGGVSIGRNQALKCNVGKWKSDVPLTDGQLRSKRDEFWETAPAFEGRKEIWDALRAASC
ALESGDHQLAQAIVDGASISLPAGSLMDCYDELGNRYQLPIYVLSAPSNLIEDYDQDASPIEEAPPEKQGVEVEVKFHLS
TGKDLKLNVHTTDSILRVKRRIQELEGIHPNRQRLYFSGKQLIDKMRIEDAKVHKGYTVQVIVACQSPPPPPVES*    
>Ctel_165352                                                                    
MIEITCNDRLGKKVRIKCNPDDTIGDLKKLISAQTGTRYEKIVLKKWYTIYKDHVTLDDYEIHDGMNLELYYQ*      
>Ctel_162204                                                                    
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPS
DTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ*                      
>Ctel_19493                                                                     
MADGEDSGAKIKIVIKTPQGKKDVEVDGGADVKELKEEVAKVYETTVDRVCLIFAGKILKDGESLLKNGVKDGLAVHLVI
KSGNRTQAEQPTSPSQAQTGSAPAPADTSQTPFGLGSLGGLPGMSGMGVGSANFMDMQQRMQREMMSNPEMMRQLMDNPM
VQQLMSNPDVMRQLITSNPQMRELMERNPEITHMLNNPELMRQTMELARNPTMLQELMRTQDRAMSNLESIPGGFNALQR
MYRDIQEPMMSAANEGFGQNPFAALAGGANPNAQQQGQENRDPLPNPWAPSSGSPASTTASASTTSATPPTGSSSSMFGT
PAMQSLMSQMTQNPQLMQNMIQAPYMQDMMQALAANPELSQQMIANNPMFAGNPQMQEQMRTMMPMFMQQLQNPAVQNMM
TNPRALQAMMQIQQGMQQLQQEAPGLPGMAGTAAAPPTASTSNNSSTSSTGPTTTSPATNLTDTTRSTAPSPAATTAPNA
TPQSGDQMSNFMAQMIQMMGSSGGLSQPPEQRYAAQLDQLTGMGFVNREANLQALIATVGDVNAAIDRLLQQIQR*    
>Ctel_154388                                                                    
MIRYKKTSIFMDAKETTSVLELKKMVQGITKRDLEDIRLYKDDQPLEDNKTLGDCGFTSSTARAQAPATIGLAFRGNDGE
FEPLEIAALSTPPELPDVMRPQESSASQQQEQVAS*                                            
>Ctel_229321                                                                    
MESGLPATGSGRLQPSAFSRDLPKSQDPPRTTGSDPEPLTNSKCQVHICPSTGGGFVLRVDLSDRVDLLKAIIGQKLRIP
KERTHLLFKDRILSGGTLRENGIGHDSKITLMPSVHAGLKVNPTSIQHASPLSRPSSLQSQKTEHSMVQALENLSDGQVN
DFICGRSPLTLAMRMGDHMMFVQLQLSTSPPSGRPQASRSSAPLRTTNKSYSSSTSSTPPSSPESSPAPSPFSPQESSAS
NSPSPSSALSSSASRFAFPPPAAMASPPSSPSAPRIPAQPHAHRTPVCVVRAANGAGSSVTALENAKRSLSLKLREFSQQ



ASTTCSTELHQESPSPNNSGCSSPAPSPPSPSSSTSSTTNPSSAIIESMQHLGHGVYSGTFSGTLNPQLQDLDGRPKRSI
NTIIHILNDLLGASPQHCQATAAAAAAASALKRRHPAACASATDGCPAPSKRAKQEHEENAVMRAKVEQLQMMLEQRRLK
RRKMEDKEEAEPGIVLS*                                                              
>Ctel_103555                                                                    
MELYIETLTGTAFELRVSPYETIQDVKARIQKLEGIPMCQQHLIWRSIELEDDYSLRDYSIHDGASLKLVLTMRGGPINT
RRIPVDDPTLRDMAEYYFLDGNREEFLEKIPGNRPMTVIVYHNGDQLNFFRVVDRDSTSPLSGSLRLVLACSYCKSGVWY
SVLFESYLIIQLLYYLLLI*                                                            
>Ctel_220618                                                                    
MAPVEEMLTDKPISKPLIGIIYPPPEVRNIVDKTASFVARNGPEFESRIRQNEINNPKFNFLNTSDPYYAYYQHKVRDFK
DGKGQEPLVAAKAGLGIAPMRPIEQQLPKQIVESILKDPPTEYEFIADPPSISAFDLDVVKLTAQFVARNGRQFLTNLMN
REQRNYQFDFLRPQHSLFNYFTKLVEQYTKVLIPPKDLLPKLRKAVDQPGSILDEVKYRVEWAKHQERERLKEEEAKEKE
RVAYAQVDWHDFVVVETVDFQPNEMGALPPPTTPQEVGARMIQQERFEDTDTVEMDVDSDEARAKDNTQVQDMEESGSED
EDEPVLREQRFPPSGKDIPSTAPPLPPPPPRDSQPAPPLPPMPEQVLIREYDPKSKTFASKVGTDNTVVSPFTGEKIPAD
KIQEHIRIYLLDPDYIAKVAPDKILSAAKGDDEVFAGGSSIGSSLKQLAERRTDIFGAGAEETQIGKKIGEEEKKDKGRV
IWDGHTASMEKVTQKARENISIEEQIAVIHKVKGLLPDEDKEKIGPKPTISEAAKPMPVSKPIIPVVAPPKPPIMMPPRP
SVMVMSQPPLAPPPQPVVGLTPMPPMMPPMGMRAPGYAPVPHPSMAPKRAMEEEAAAAAKKMKSEDNLVPEKNFLYAHQS
KGPVPFTVQIPNMPEKTEWTLNGQTQSFSLPLTDTVSVIKAKLHEAVGMPAGKQKLQLDGMFIKDSNTLAFYNFMPNCVL
QLGVKERGGRKK*                                                                   
>Ctel_221977                                                                    
MWIQVRSMDGKRQTRLDGLSKLTKIEDLREKLVEHFEAEPARQMLFYRGKLMVDGHSLFDYNVGLNEIIQIMVRPAPPKA
STSQPATTNGATEAATTTSDEEDSLSDKENKEPVIPVEKSKKKENGEDDEEVGSLYKKGDIIDGRDPSLGAWFEAKIKGI
AKKEKEMETDENENKKDADDDGFLYSIVFGGYEEDKPLIVSSVHLRPRAHRKLGLDKIKIGDKLMVNYNIDDPDTRGYWY
DGTVTAKENKRCSKSVTATIYIGKDLIPVKDCKLKFHNELFAIETAGSQVNENDPQAKEMDAAKRENKPECDHCKDNPRR
KCVHCSCCKCGKKEDPELQLMCDDCDSAYHTYCLNPPLDALPEEDEWYCPDCKVDSSEVVRAGEKLKASSKKAKMASATS
KSSRDWGKGMACAGRTKQCQIVPPNHFGPLPGIHVGSMWKFRVQVSEVGIHRPHVAGIHGREEEGAYSIVLSGGYEDDVD
DGEQFTYTGSGGRDLSGNKRTAEQSCDQVLTRMNKALAKNCSAPIDSKKGGDSGKDWRKGKPVRVVRNCKGRKHSKYAPE
EGNRYDGIYKVVKYWPEKGQSGFIVWRYLLKRDDTNPAPWTKEGKKLAEELGLKLQFPDGYLEGLKAKEALSSQDSSENE
TSSKGKGKGRKRKRIVSEDEEEEGASPAKKIIKAGYEIPKKVEKQILDDKANGKIWKEVLEFTKDGSQTFLAKVEENFAC
ICCQDLAFMPVTTECGHNFCKTCLQRSFKAEVYSCPACREDLGKDYKMAANKTLRDILNTLVPGYENGR*          
>Ctel_228644                                                                    
MATINYCDKTKSKCITRCQLSDVDLSADTGSLSKLISERIGKTNEEFEMVHAGRRLKEGNSLKSFGIKDGSTIFLLKCPP
ALEEAEATPPLDKVEMEQVVTAFQAALINTTFRQTVDNMLSKQETLENIMAATPGLASDPVAIAMLQSPELLHILADPQY
INGVLERHPSLGHAAMFIAAAVNEESQAASTSGANSRATYSLDQMSDDEELMETQSGGRPQQTITPSQLAAALAMASEST
PSTSRTDNSSSSSSSTQGITTDFLHQALSQATAPAPSTGADPFQAQLEQLRAMGIQDEVVARHALEAAGGNLPAAIQILF
GDPSM*                                                                          
>Ctel_159759                                                                    
MTIEIVIKWSGSEYRIVNLSLENNVLDLKLEIKKQTGVLPERQKLLGLKFKGKPPDDNVLLSELRIKPGAKIMMMGTREE
ALADVLTPPEDLPEVVDDFDIGEEEIPIENRDIYLEKIERRVQDCKIDIINEPREGKKLLVLDIDYTLFDHKSVAENIHE
LMRPYLHEFLTSAYEDYDIVIWSATSMKWIKAKMDELGVSNHPQYKLCCMVDSLAMITVDTGSRYGVIEVKPLGVLWGKY
EQWNKTNTIMFDDLRRNFLMNPQNGLKIRPFRKAHFNREKDRELVKLTKYLKDIAPLVDLSPLNHRKWESYRPKRNTDDT
QSAASSSTPPKRSHDDDRS*                                                            
>Ctel_220818                                                                    
MDNSDEDFVVNVKLSPDRSIELHVDPNWNVRQLKEAIHREKQINISSDEMSVLFQGHALVNTESLKNLDLGNFSFLHVVK
SKKPRTGQANEVNIPDASLPIEAYQLSNYFVYCKTKCFRVCPAKLRVRCDACHQGTFVVEQGPNKWSDVLEKEQIGGECQ
TESCKGKYAEFYFKCTGHQTEEHEGTVPLPLIQRNTSRVECLGCGDVTKEVLVFPCEMGHCICLECFKEFGNVALSHRDF
VNTPEYGFTIGCPNKCMNSFLDDAHYFRILGDASYERYQRLATELCILQSGGVLCPSPGCENAFIPDDDINDIRCDHCNN
YFCRLCHMQPHQGECSSSATASASQQFTVDPMRSERARWDRAARQKILEISKPCPQCKSPTEKSDGCNHMTCIALDLRSG
QKCGFQWCWVCVKEWTRVCQGTHWFPNS*                                                   
>Ctel_178380                                                                    
MAPKHLLDKGAWQWAETTDPCDITDAHILTAYRLELKPCQASKCRKNCKGNPHCLVHLGEREWLGEIDDRYWHDIGDPAE
ETREPGNFVGLKNLGATCYVNTFLQVNLFLHAMLLCIIYISSYIVVVHSSLTPPPSPTTICGHLQHIFALLSFSQRRYLD
PTPLIECLKLDSSQQQDAQEFSKLLIMLLEDQLSSSGLSHLVRDNFMGTYHYVTQCHVCGNESRTPSKFYELDLNIKGHK
TLQECIAEFLKEEKMEGDDKYMCDHCQCKQNATRKIQLQSLPPVLNIQLLRFVFDRKTGHKKKLNSFIQFPETLDMSSVL
SEPEGSRVYSLKAVLIHSGPSAYSGHYTAHIHDTQKEAWFKFNDEVIEKMKSKGLELGAEEDFGMEGKSAAKKPRTGKGL
HSSRNAYMLVYTLDSSVHGTHVDVQLDELPKELQELIQHDNDAFAVWLKELSVMKEVNISRGHDRVAEVKNILSKLPAPS
GELKNSEWILSGWIQKWLGCDHSHQVPKIDNSSLLCIHNRLNPDMVNAAKCISEEASELIYAKYEGGPRLKVEASLCQDC
VKERCKEIRSKARLTEDGKAIASMLKSHPEVSTGVWVGKVSLRSWKKMATDKMKGVKETILSKKSTLQFEFLETCDEDID
VKENSNESETSERLLTFNEDLLCEDHGNLSPDVSCRKLVPQDIWTRLQIYFPGVVTYSSDAEPCAQCLAAQAGERAQKDR
FKTLAMTLKSALANLYLNKQRPIISELTSKINLVPTQFIMDWRQFIKDSINKPFTETIPITPYLCRHGGFLYFLENTTFP
NCLTAVYPSEWVLLSRYSKPDGEISIQRNVSDCGKITLSVTPDVCQECCLAREREEVAAQFSYKDAAIYIRKSAKEDVSA
FANEATDPENGSNDEKRKLDDQTGAPPSKQSRLDVGPSRKSSRHRHVRGEKKIEVDACNTLRDLKLKIMKVFSVPPFDQN
LICNGRELKGNTDTLAALHILPGDVIYLQADEPVEDPMFLEDATKASVPETGFLGTGLVSR*                  



>Ctel_198450                                                                    
MADDVGSSTVQLIHGGKKYSINLSALSGSIGDTLQVQHLAQEVERLTQVPVKGQKLIHKGKSLTDQTKEVSSLGLQNGSK
IMVIGKRFDIEEDEMMMRMRVIEKDVNTQSNKLTQIRSQMQGISNGFLDADLQKQTLPKLEKQTALCIEDCSRLLELLDG
LALGEAMEEVKTTRKKLVKQIQRIIDDADKSKEDLQKMAEPS*                                     
>Ctel_174075                                                                    
MLIKVKTLTGKEIEIDIEPSDKVERIKERVEEKEGIPPPQQRLIFSGKQMNDDKTAADYKVTGGSVLHLVLALRGGYAS*
>Ctel_206761                                                                    
MNEILRLLIEEQETVLQLKQKVLRDLGVPVEHQRLVYKGKTLVDDKTMNDCAMIPGSKIFLMVKKQDESSSASKSSASPR
DFWATLNIFLSKHFRAEDAPRITEAFRQEYETNMATLSLDDIERIASYSQMKSAH*                        
>Ctel_219618                                                                    
MDIIDTTPVNLVVKSPTQRIGDHIVQCNMEWTVEHLKEHLSDVYPGNPKASQQKIIYSGHLLTDGMKLKDILKQYHPDQT
SHTIHLVCAGAHLDQQNSPSPTEGLRQRLPTRPPPTEPGSSSSSPPPEATPPPPPSSGAAEGFTMGEGGPVPVMMPGGDY
SPQMMHMMQQLYAQQMAHYMQYYQHPAFQQQMQHYHGMTPQDHPAAVAPAAAAVHEPQAAAQRAAVNDQPIRMNAQGGAV
IDDEDENVNRDWLDWVYTLSRFSVLLSIVYFYSSLSRFIMVSLVAFMIYMYQAGYLRLQRRVAPRQQQQPPEQRQPEQQQ
PHESENEGSASEEEADAVDEAARAPGPLMVAVSFVVNLFTSLVPQPPEVVNAN*                          
>Ctel_200566                                                                    
MNTLVQLTVDRDRLKDGQRRATTTTRHKSIVPATSISAPLIRERMLSIWTHHEPDRLYMVPMDKGDPHEQVNDFLEMHYR
ANQRSYSLALLVSGTEYPIPVMKHNMDLDYGILLCLPLLNVQVHIQLPSGSIFKESINPMNSILDLKESINKSMGYPVEY
QDILFNAHALGNHTLIMDHKIKTAAKLHLFLQPSKPFSVHVKTFWGSTYMVEATACMTVGQLLQAVLQKTFSSSFSELKE
RMFQYKSMYSHLLMVEYNMTILDNNTCLNQHNIKGGSTLQVMSISESRKDNVKNLEIKTHTGMAWSLKAAVYDTWFIVAL
RLHAKCTVSLDRMVLTLNNNVINMQCTIGALRHNNTLEIWLEVVEEAASIAGADAIMLNIKLPSGINESLTCSFKDQVKD
VKSRLQMTGYKDVMYHDLYLKKVKMPPQSRLSDYKLQNNAQLELKLTEFPIYISHGPNAFAIPASTKWTVQELIAKITEK
SSLVTDKCQLLYKGEAVNRVRPDLVSLDRIGATVHSKIFIESAVEVHTVQLLTDTDITTVKSNLESHETQPFEKLCQSPA
ALIINLKWFFKWRYPQSGKTLGVLDHRNTRRTFKELSKPVLQILGQAENKGAEKTIYPVGNDLNTETVCTPPDDVSSRFT
VSTDSDSQRLEGVSSNTSSLDGGSNSLLPSIGKSSLKGSDTDGSRRKHMTVRFELPDKPDRRVSRSRGMLTNGLTTDYFI
TDSPKFGPLASRSDRHCVSAVDITRIKLGSVMPNYAHYNDQSVKPASRKKRPAPSFVKYQQSLLNYPLPFSGKNIAIRGQ
CSILKYQRTKKQTENLEALNRSKSDIGYTRVMQSSTK*                                          
>Ctel_192594                                                                    
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGL*          
>Ctel_1967                                                                      
MVEATDTIKLVKEKLHEKRIHFETTGLRLIFTRKQLEDSQTIQDYGIKVIPSRDGAAGLCDDSDWLNLKEKLHEKDGSVV
NLTTLIFAGKGLEDSKTIEHYGVKHGNTIHVIVVRTLPGFTFNVDTQQSDTIRNLKEHIYAAQKIPPEEQKLQFLKVNLK
DSHTVGSYGIKEGSEILLILKMKGCIVL*                                                   
>Ctel_182879                                                                    
MVDFKFIFNKKKFDISFPLDDKVSELKVEIEKMTGVPAAMQKVMYKGLMPDGKTLREKSVTAGCKMMVVGSTVSDVMSVS
APDPKQLKEEEKAAEAASKEPLSTQKPHKNVLDKHGKPDDILPGIKNKKEPLPQVPVSGMYNKSGGKVRLTFKMESDQLW
IGTKERTDKISMGSIKAVVNEPISGHEEYHMLGIQLGPTEASRYWVYWVPAQYVDAIKDAILGKWQFF*           
>Ctel_157450                                                                    
MQLFVQSQELHTFEVTGDETVAQIKGEICAREGLEVADLAVFAAGRPLEDDMSLASCAGDLSTIQVEVRMLGGKVHGSLA
RAGKVKGQTPKVEAEEKKKKRTGRAKRRMQYNRRFVNVVTGFGRRKGPNSNS*                           
>Ctel_50765                                                                     
SFQVFVKTCTGKTITIDVEGSETIESVKEKINAKDGTPVERQRLNYAGKLL                             
>Ctel_79632                                                                     
FQIFVKTCTGKTLTIDVEGSETIESVKEKINAKDGTPVQRLRLMYAGKRLRNYLTVDDFDIKRECTIQMLIFSQSFQIFV
KTCTGKTITIDVE                                                                   
>Ctel_58980                                                                     
FQNFVKTCTGKTITIDVEGSETIESVKEKINAKDGTPVQRQKLMYAGKLLRNYLSVDDFDIKRECTIQMLIFSQSFQVFV
KTCTGKTITIDVE                                                                   
>Ctel_205460                                                                    
MPEFSFKKSSSKMEDDNLEVLVKFQTGPVHSFSMTPCDTIRNVCRELAAKLDVPEERLRISFTGKVLQKNNSLGYLGVRP
ETILKAEIIECKMLKLSIQRNDQETDFNVEIENFSPVRFIKNQIEATTGIVIAKQVLKLNGAVLKNDEMILMEAGIKNNS
NITLTVESDINAREIAAENDKVDDNDDLADAEKEELLKSFRADGQRVEVVFCFDTTGSMYPCLEKVRENLRSTITRLLES
IPDIRIGIMAHGDYCDYRNYVTKHIDLTTNINALVEFVETVGSTGGGDAPECYEWALRKAQGLDWAEDSAKAFVLIGDAL
PHPASFTDQNVNWRSEVDVLAGMAVKVYGIQALNNSSAKPFYQEIARRTGGAYVSFKNFSVITEMFLAVCYREVSDEHYD
QFCEDIMETKENGTVMEDIRDVLQQLKTPAVEDTVEPQQEEDWWQPPYFSHPVYKYNQESDSWTSATHSSGIIAKETARR
ESGKRKPKRNIRGYDAWYKCIVM*                                                        
>Ctel_185076                                                                    
MSFVEGIGDEVLLVFSAVVLGLVIALAWISTHVGDAPPVLIILDRNRWLQVLERLRNTIGVTVTNINIAAPQAPSENAEA
PATASPESESAATETAPAATPPPNTEPSEDDWENLQQQGYIRVRVKYLSDRERLLIVKPQCTIGELKRDNFQEELSQNIA
VRIVYQGQELKAEGATLSSCNITDNSVIHIVLTQRPTPSSSPPSSPILPQESFNIGILLAPTIAICLGSMWFFRFQYKQY



FSAMATICLVGITFLFGLIAYAGYQRPQPRQHAD*                                             
>Ctel_227081                                                                    
MDSNREELLKEKLRHCLNRDQVKLWLTPYTLRNEDSGIYPDELVSKYAAELHLEPVAIRSTLESLRVHALEKLAARNKFN
DTGIACIKLRMAGICQEGIDLEISLDKTGFELREIIRDRHFSAAQQLKVICKGRVIRDDAKLAAQGVKNGSQCMVLCQTK
AVESVKDDDQKKVHKTREAAEVLSNIEDESDDYYVQIADQNGKSLNLPTEERKALMLAMTLHEKGRSALKQKDYEGALLL
LLEADSEFSKCRADILNSVDNYALVCLDVVWCYLLLRNINDLPDAERKLKACEDCFKRSYGQNLERLTLVKGGTGSERAL
FMRLHLLQAVLAFHQQKLTRAKELLAQAEMELQILQVDEEKLAQVMELGYSVAEARLSLRQCGGDVQEAVAFISNRKEEK
IKLRKVEKENKRKRKLEAKLGPTADGSKINIDVYEDLLRLGFPKGAAAEALKQVNNSLDQALQVLQDHPELLSIKDPDPI
PITDEMIAQVSDMGFTALNSKAALHHFNGSAQQAIEHLLSNGGEIPADWVSDVEPAASTSKSGGASGGGVARQREAFEEI
NDISKDEDDYLDLMLTEEAEFLQEYKSLLQL*                                                
>Ctel_214249                                                                    
MTIEIVIKWSGSEYRIVNLSLENNVSDLKLEIKKQTGVLPERQKLLGLKFKGKPPDDNVLLSELRIKPGAKIMMMGTREE
ALADVLTPPEDLPEVVDDFDIGEEEIPIENRDIYLEKIERRVQDCKIDIINEPREGKKLLVLDIDYTLFGGKIHDTDLIG
GSDHKSVAENIHELMRPYLHEFLTSAYEDYDIVIWSATSMKWIKAKMDELGVSNHPQYKLCCMVDSLAMITVDTGSRYGV
IEVKPLGVLWGKYEQWNKTNTIMFDDLRRNFLMNPQNGLKIRPFRKAHFNREKDRELVKLTKYLKDIAPLVDLSPLNHRK
WESYRPKRNTDDTQSAASSRAFALLLNSRVNCIPCE*                                           
>Ctel_148202                                                                    
MIITLKTLQQQTFKIEIEESEKVLALKERIAQEKGGDYAADNQKLIYAGKILDDKQCISEYKIQESNFVVIMVTKAKPKA
PEKAPEAKPAEQPTPSQPAATPAAASSEPAATPTETPAAVDQPMSPAPAAATTESMETSSPATEVVTEATPADAPPAAVQ
PESAESTLVTGESYEQTVQEMMSMGFARDMVVRALRASFNNPDRAVEYLLSGIPDEPVPEAPVAAPPAAGQQPPAAGGQP
PAAPPAAPATPGTPASTAGEDPLHFLRSTPQFETMRRLVQSNPGLLSNFLQEIRQANPRLFQMINENQERFVQMLNDPNL
>Ctel_186294                                                                    
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLCQRQLTDDIP*        
>Ctel_147724                                                                    
MISRVFSQSFQVFVKTCTGKTITIDVEGSETIESVKEKINAKDGTPVERQRVIYAGKLLRNDLTVDDFDIKRECNIQMLI
FSQSFQVFVKTCTGKTITIDVDRSETIESVKEKINAKDGTPVQRQKLRYAGKFLRNDLTVDDFDIKRECTIQMLSPLPPS
ECVLPKVRKCVCMIAELIKA*                                                           
>Ctel_120274                                                                    
MQIVVRTLPGFTFNVDTQQSDTIRNLKEHIYAAQKIPPEEQKLQFLKVNLKDSHTVGSYGIKEGSEILLILKMKGCIVL*
>Ctel_61275                                                                     
FQVFVKTCTGKTITIDVEGSETIESVKEKINAKDGTPVQRQRLIYAGKLLRNDLTVDDFDIKRECTIQMLIFSQSFQVFV
KTCTGKTITIDVEGSETIE                                                             
>Ctel_123287                                                                    
ATDTIKLVKEKLHEKDGSVVNLMTLIFAGRGLEDSKTIEHYGVKHGNTIHVVYRLPGGN*                    
>Ctel_224293                                                                    
MAPVEEMLTDKPISKPLIGIIYPPPEVRSILDARIAPKSKFSVSPLSLQAEGDDEVFAGGSSIGSSLKQLAERRTDIFGA
GAEETQIGKKIGEEEKKDKGRVIWDGHTASMEKVTQKARENISIEEQIAVIHKVKGLLPDEDKEKIGPKPTISEAAKPMP
VSKPIIPVVAPPKPPIMMPPRPSVMVMSQPPLAPPPQPVVGLTPMPPMMPPMGMRAPGYAPVPHPSMAPKRAMEEEAAAA
AKKMKSEDNLVPEKNFLYAHQSKGPVPFTVQIPNMPEKTEWTLNGQTQSFSLPLTDTVSVIKAKLHEAVGMPAGKQKLQL
DGMFIKDSNTLAFYNFMPNCVLQLGVKERGGRKK*                                             
>Lgig_52457                                                                     
TVKFVLMPSGQVVTLACSLGQSLSQLKDHFSQELKMPAASILLMFDGKTLPDETILADLGVGPNGTVQLEMQSADPLSTP
IKPYKPRQEYHMPDIITVKIEAGSGSRDVIVEIERSMNKKPFLGGYRHKVSGVEFLNASAQTRPKVRPPNNIERFCRDTQ
TVHQKNRPQQTTNDMSTQMTGIGVYVANLEDKMIIPGKYVTADEFHARRWKMVVIIQKYYRRWLAKRYVNTLKAEKARRL
EWERAEELRKKKEKEDRIKREFERRMNPNSKEDFDLLFHALEKWRKEEIERIELSLTGAEKKAALCMLLDQETQLLAAID
RHKLEADKSNKTKRIQDFLAKAAAPKKWKARDGKYVEMDTPYTIRAKELQDIYNSINMKYLTQDERLDVLLTLKHTVKEH
DCKLTQEIIELIDREADLLMRGVKEDNLDGLRKRISTLVLQYIKTPTFNPESAKLLKIPQDPSVLRKNIYFCPSCNSYLP
STEFPLSSNSTNVGKCRRCAKIDNDARIRQDFSHYRYMLKSLRRSEEGYNDGSEIAFLLQEADLRYLVENIWNGQSVLSA
WEDLYDLVMVRWNKHEEWSPWNCIFLTKDEASAHDKLSALEEGYGQVFIHKIKQKHTLARNYFSRLPGMAEII       
>Lgig_54396                                                                     
ITLKTLQQETFKVEIDATLPVKDLKAKVEDVKGKDFPVAGQKLIYAGKILDDEKKIEEYKIDEKNFVVVMVTKPKATPVA
KPAEATPTPAPAAATPVQETTPAAAPTPTVQPSQSSLTTTSTTMSSGTVMSDDVSAVMSAESTLVTGQEYENMLQEIMSM
GFDREQVVQALRASFNNPDRAVEYLFNGIPDIPVADEPPPAVGGAPPAASASAPDLTFLRTQPQFHRMRQVIRENPQLLP
TLLQQIGQSNPNLLRIISENQESFIEMLNSDLPEESGEQQAAGGGNPLAGGGGGGTPQEGVIQVTPQEKEAIDRLTALGF
PEGMCIQAYFACEKNEDLAANFLLSQTFEEE                                                 
>Lgig_60211                                                                     
TGQKFEVSCDLVITVGFLKNLIQDKTGIPPNNQKLKYQDETLADHRKLSDYGIQHMSTVKL                   
>Lgig_104573                                                                    
MIPKYLSESGDLLSLPKVLSLTDSHIAAAGNVEEIERMCHDVCELDLTKNALTNWEEILKILERIPGLNFLNLTSNDLQS
TLQLGSDDLCFPTVNHLVVNNTGVTWSTVDSLLQLFPELTELHLSLNNYTNIDFSLDEPYSALKTLHFNGNNVHSYHEIC



KIGYNFPNMERFVMTENNISSIQPEDVLPDAFPSLQCLNLNKTPLQDWQELDKLRKFPKLKDVRLLKIPCFETLDDNLRR
QLQIARLPNLTHLNGSRIAETEREDAERAFIRHYMDKDDNHKPQRYYELERVYGKLDPLVELDLKPKTHFSVTVQFESEE
KKIKVDTNKTVAQLKKSLEEFVGVPPSKFRLFYVAEEYYNSDSSGYGSEEMKYGTRQLYRYNINNGDYFLVVLK*     
>Lgig_104946                                                                    
MQIFVKTLTGKTITLEVEPADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKGRILLKEELTE*     
>Lgig_107103                                                                    
TMELFIETLTGTAFELRVSPFETVLSVKTKIQRLEGNVGIPVTHQHLIWQSIELEDDYCLHDYGILSGATLKLVLAMRGG
PINTRRIPMEDTALREMAEYMEANKDEILEKLPGNRQVTLLVFRDGDQLNFFRVVDRGDGTLTPLSESLR*         
>Lgig_110966                                                                    
MSLIEGIGDEVTLVFGLLVILVVGLLAWFSTHTSDIPFFSVIVVELSQRVRNGNRNLQTTCSVQEENPDVQSVSQQGGST
DCPEISETSVHSETTSENQIRVRLKYLNDTQRLVFARPLDTIGYFKRTHFPDELAQQKLVRLIYNGQDLRNETSTLQSCN
VVDNSVLHCLVTQNIQPQQTVHTNQDEDINIGNFMIPIFGLILGALWYLRFNYKQYFNATSTLSLAGISFLFVFATFTVL
RPHNPQQANRHLE*                                                                  
>Lgig_124564                                                                    
MGDMPITLIVKAPNQRIADQNVECTLGWTIRKLKEHLQHVYPNKPQHNQQKLIYSGKLLEDNLTLKQVLRQDDDNIHHTV
HLVCSALHDTIIEDTQNVDKSSPSPSPRSVPSSTNSTSSTDGLPMPPMYSAMPAGYSQEQYNMMMQQMYSQYMNQYMQYT
MGVTPPPSPATPVVPEEAVNRNNGGNDRPANQNIRMNAQGGVVEDDDENEQRDWLDCIYMLFRVMVLFSIVYFYSTVTRS
IAVFLAFLLIYENRTATDENTETNTTETPVQPPAPTAPSVIATAWCFFSTFFSSLIPEQPAAVNQN*             
>Lgig_128630                                                                    
MADSSENSGSSKIKITVKTPKEKHEIELEADGGIKELKDEVSKQFGCPIEQVCLIFAGKILKEGETLAQHGIKDGLVVHL
VIKSANRIPSAPQPADINATPFGLGGLGGLAGLGNMGMGSANFMEMQQRMQREMMGNPDMMRQMMDNPFVQQMMSSPDVM
RQLLMNNPQMRELMERNPEITHMLNNPELMRQTMELARNPSMLQELMRTQDRAMSNLESIPGGFNALQRMYRDVQEPMMN
AAQEGFGNNPFASLVNQDGTSSDSQRGLENTAPLPNPWAPAGSSTTTSNTTSMFNTPGMQSLMTQMQQNPQMMQNMLQAP
YMQAMLQTMSANPQLSQQILGSNPMFAGNPQLQQHFQQHMPTLIQQMQNPDMQAMLTNPRAMQAMMQIQQGMQTLATEAP
GLTPGLLGAPPTTGQSATTASPASPASATTTPASPAAGTATSPSTTTETPATGTVPSLVPEQRFASQLEQLTTMGFVDRQ
ANIQALTATAGDVNAAIDRLLQQR*                                                       
>Lgig_130809                                                                    
MPPKLQLDKEAWKWADTTQPDNVTDDNVATAYRIPVKPCLQGTCKRNCKGNPFCLNGIGEKQWLGELDLRKYTDFDPEVE
RREKNSYVGLKNLGATCYVNTFLQLWFHNSAVRQAIFKWRDSDSTDVVDENWTPSSICGQLQLIFSLLRYSEKRFIDPTW
FINHLGLDTGLQQDAQEFCKLFLNLLESAMCQTVELNIIQEQFRGQYFYVITCKNCGGESKTSSMFYELDLNIQGQKTLQ
QALDNFLQEEVLEGENRYLCRYCQEKQDATRAIRLDTIPPVLNLQILRFIFDKKTGHKKKLNSFLQFPDTLDMSKYLHTD
KPVVYQLQAVLIHSGPSAYSGHYTAHILSDDKTAWYRFNDENIHKMMGKKLQLGTEDEADLLGKEQKIPKTSKGFHSSKN
AYMLVYSRQDSEHKDEYNLLPSAVQDYIQKDNEKFNSWISEILNSRDCNIENGKAKQSEIQTIYKSLLINDGRQQIDNME
WINSEWLSKWLSNPNDVLPIDNSILLCPHQKLDPDMICKVKCININGGQQLYNLYNGGPRLKGQEVLCKACVVRRCQVIQ
LKLKMAADDQKISSLMKNINKSEKLYWIGKSSLRSWKRLALSQLESEERVPNGNSNGTGNGATSPENNDDDVNDQMEPSF
SFNTDLLCDNHGNLSCDENTRKMIPEDVWKILYGYFPQSKQYTLDHPVCPQCQAINLEKSEIKLLKKKRIEEQKNELCDL
YFDRRRPSLEDQSLSQLYIVSKIFTTEWRKYIKDNGRTLPITCINNQILLCEHNKFLYSAQELYHQSNVVLLYPNEWKIL
CSYMSCDVDINIIRYKEDSDTNLTTITIPGVCETCQQVRLQAEKDEKYNFRNTVIYVYKEVVTQGQVSVDNLSINTLANG
TGTQDKNLNEVDDNNIEPPDKMQKIDPDEISRRKSQRRRKVRGEKEINVSSSMTLKELKIKIMNIFSVPPFDQTLILDGE
ILNDNTATLQQLKIYPACNILVKVDEPSEDHSVIEDILTGLYIICHTFVINFSLQYRGAQMTQ*                
>Lgig_140099                                                                    
MITLNIDWVSTGQKFQVMCYLSSIIIHLKDLIQDKTDIPSSNQELKYQDMILSDPRHLTEYDIEHNSTIKLYQKNSSGRK
IEVKVCYWSNSSFIINIDQKDTVGNLKNLIHLETNIAPINQILKYHGDTLSNHNTLYDYGISDNSTTSILNPLIRSRGGS
AIDIRVKWISTGETFEVSCGPDDTVGHLKDLIQDETGIPPNNQKLKYHDETLSNHKKLSDYGIGHKSRVKLYQKTSSGFV
RK*                                                                             
>Lgig_177660                                                                    
MLIKVKTLTGKEIEIDIEPTDKVDRIKERVEEKEGIPPQQQRLIFSGKQMNDEKTAADYKVMGGSVLHLVLALRGGGGR*
>Lgig_154877                                                                    
MARNIPKFQYFKITSEDDSDIPNSFNTTSTPELNDNELFNGSGNNERVGFFGTTYHGRLPHVIDMSSTSSNSGGKADFTI
RKVGVFDMRGKIEKSVKCKDVFIEAPYGVLEQRLASMQGVLQNQLLFFTVPEYTIRTITYAAILDFSYIHNLTVFLKLDP
ENPCNYRCINLPKDSGVRFLLDKLNLSPPSWPFWKGQRMQDTSSLFDQGVITGDNINMYKIRTETVKCLYRTAPKYEQLF
SVECLTIDSILELKQKIRDTIRSLNRIHNPISESVLNSHIWLTSGKRIYRDEEYICLLESDLDSSSDSSDSLSITYYDYV
LHFQPPDCIPIRVTYRVGDTRNSSVETVIVPKQSSTTHLCEHISKLLHCLPCAVKLNIQGKKLPMSDDLSTFSEFKPGCM
VYASVKRAITVIVSLGDALLKFPIMKMDKVQSLKCKIADEIKTPPSILKLKFNGKELVDFHRIEQEDIKDNSTVDAEIVE
DRIQISIRKRTHPIKHFIVENLEETKIRDLKNYYRHVVGLSAKLDIDLYTKNTCSQLDDFATLKFTGTKDKDIFFAIEKI
SAEGKYMKIYEAHHNGYATIKLGMIQNGMIFYCALDPGTVTENNQEDHVYTLPSACCNIRLAQSFEIEPFEFSSTPEPLL
HVQSLLSIKPNLSVLPKQPSFLRQFSNMSLSSSSTITVMNRTVDGSPSVYIPIRDPPDVVSDIELQKLANELPGHNWQRF
IRDLGVVNGVIMRHSEAYPKNITEAIYQCLNDWKQSNGKDAKKSIIQKKLYDNELRALSESIFEYATV*           
>Lgig_162671                                                                    
MQIFVKTLTGKTITLEVEPADTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT



ITLEVEPADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VEPADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ*                  
>Lgig_172871                                                                    
MGNCNCGLEDIPDPPNPPYNRRKYLVPAELEILRVSTRKVFTVFCNTFHKVEILKYMIYAETRIPPNNQKLLFNNEILYD
HQILSACGVEDGYRIDLYELTSGLLRRKNSPNSHQNRGLLNPTVAVTVDWVNTGRNFVIYDWYSRDSILKLKFRIEEVTK
LRPFRQTLKYEDIILPVKDSLFDYGVIHNCTIKLYER*                                          
>Lgig_174210                                                                    
MHLTVKVLNGEECVVSASPSSLVTDIKEQVSALLSVPVPSQRLTLKGKILTDNKKLCDYDIKDGARIMLTVKKTDIQESF
VVSSPNWKKLSVFLKRHFKEKDADLVLKEFIKNFEKGVSSLSLDDIERLAAHRLQSNSD*                    
>Lgig_190371                                                                    
MPALEAVRPHINDGEIDIEKERIPPPSKPVIGIIYPPPEVRNIVDKTASFVARNGPEFENRIRQNEVNNPKFNFLNENDA
YHAYYQHKVKEFKEGRGQEPVAPKPGFQSLARQPQEQSISKISEVFVPKDPPAEFEFIVDPPSISAYDLDVVKLTAQFVA
RNGRQFLTTVMQREQRNYLFDFLRPQHSLFNYFTKLVEQYTKILIPPKNLREKLAKDCESYKTCLDQVKYRVEWAKHQDR
EKRKEEEAQEKERVAYASVDWHDFVVVETVDFQPNEQGNLPPPTTPDEVGARMLAQERLSKKAVDPDEMDVESDDESEPG
SPTPEEPAPPKLPPPPKDNRQLQDMDEESDDEMHAQRRSNAPPPPPPPPSDVPPMPPTPGNVIIKKNYDPKARAVVTEQP
SDQFMISPITGEKVPTDKVPEHMRIGLLNPKWIEDRQRTLEEKREQEEVYAAGSSIDINLKQLAERRTDIFGVGTEETQI
GKKIGEEEQKDRKIVWDGHTASMEKVSQKARENISIEEQIATIHKVKGLLPDEEKEKIGPAMPKNAPPLPKSRPPPPSSQ
PPPLNPPPQSRPPLPPQPPLMAAQPLMQPNLMVLQQRPPMPIIGIPAPPPLVRQPMSIPTPQRFTRPTAPVPNPKKASDD
EPPNKKAKTEDNLIPEDVFLKRNKGPVKISVSVPNVSDKPEWSLNGQKLDFTLPLTDSVSVIKAKLNEALGMPAGKQKLQ
FDGIFIKDSNTLAFYNFTNGAVVDLQVKERGGRKK*                                            
>Lgig_202646                                                                    
MAMFGRIKMQLQVSHGSKKYNISLELADDDKGDVLTVHHLMKAIADVSEIKPQNQKLIYKGRSLTEPSQSLVGLGVRDGA
KLMLLGKKTVSHDTEEVKKLLSVEAMLEKHENKMADMMSELNGISKGFLSQDLIPQALSHLKKQVGNATEQLMKQFEILD
ALRFDEDNKQARVKRKNVADKLNVCLDKCK                                                  
>Lgig_206317                                                                    
MWIQVRSIDGKKTVRVDSLSKLTKVEDLREKLVEPFEADVDCQKLFFRGKILVDGHSLFDYDVGLNDLVQIMVRKPVIME
TNNNNTDDLESSDKENQKPESPVKMEENDIEEEEVDTEGSAFKVGDIIDARDISNGAWFEAKITKVSKDKSPAEKDGEQN
EEENDGFVYHVQYEGYEETEQLKMNNIRPRCKNLIKFNDLKVGQKVVANYNCEDPAERGFWYDCVITDKKENKSKGILAT
VFAGVDLTPLEDCKILFPNEIFTIEKAGSQINEKDIDLNDATSTPTMRKNKIDCNKCKDNPRVKCKECACSVCGGKQEPE
KQILCDECNKAYHLFCMDPPLTKVPEEDEWYCSDCKNDVTEVVRAGERLKQSKKKSKMASATSKSSRDWGKGMACVGRTT
MCTIVPPNHFGPIPGIEVGMLWKFRVQVSEAGVHRPHVAGIHGREDEGAYSIVLSGGYEDDHDDGDKFTYTGSGGRDLSG
NKRTAEQSCDQLLTRMNKALAKNCNAPINAKDGAEAKDWKGGKPVRVVRNCKGRKHSKYAPEEGNRYDGIYKMVKYWPEK
GKSGFIVWRYLLKRDDENPAPWTKEGKKKIKSLGLEIKYPEGYLETLKEKEREKEEKSEKGKKRKRSDVEDSPEKSPKKT
KKVQAEAYKLPKDVKKFVDEDEQNKKLWEETFPSMGDGKPKFLQKVEDVFTCICCQEIVFKPVTLDCSHNVCKLCLSRSF
KAQVYSCPACRHDLGEKYSMKVNENLSKALSALYPGYEAGRT*                                     
>Lgig_215959                                                                    
MQLFVRATETHTVEVTGDETVQAVMNMVSQKEGFDVEDLMVSYGGKPLEGEFQLSELNDLSTIDVEVRMVGGKVHGSLAR
AGKVRGQTPKVDKQDKKKKKTGRAKRRSQYNRRFLNVVETFGRKRGPNANAGK*                          
>Lgig_219753                                                                    
MGGCIGAHRDNGPPSGESSDMTVSIGRNQPLKPEKPKWKSDIALTDGQLRSKRDEFWDTAPAFEGRKEIWDALKAAAYAL
ETGDHAMAQAIVDGANISLPHGTLMDCYDELGNRYQLPVYVLSAPTNLIDELSESDTGQETDANSSPGIEIPIKFRLSTT
NKDIKLYVRTTDSVLKLKKRIFEEEGVEVLRQRWYFAGKLLSDKLRIEDAKIPKGNVIQVIVTQEGGSS*          
>Lgig_224600                                                                    
MASSFQEEHNQKLIRERLNRDQIKLWLIPYTAENGEKGEQPKDLINRYSQDLKLGVAEVSAIIETLRQHSVQKLAERNEF
NKDGVATLKLKLPPSHSENSKKQVVSVKLKLQETGLILREKVGELCGIPIDRIKLISAGIIITDSKSLQEQKIKNGSQIM
TVLLSVTELEAVQKEKQVEDVNKTRKAAELLSVRAANDDTKYDVQIADQSGRPLKLPKEEKQALTLAMTLHEKGRSLLKQ
KNISSALLLLIEADTEFKKCRASILDAVDNYAVLCLDIVWCYLCLKNLDQLPDAERRLKACEECLIRSYGSHMERLTAVK
GESSTAMVLFMKLHLLQGIIAFHQHNIDTAKTLLKQAEDDIKRLSVDPELITQVMSMGFNEREARLGLRACDGNIPQTCD
YIIKVKKEKEEIMEKVKGERENRKKVRQYGRTSNGDWLNASNLEMLLKMGYRKGPAVEGLRQANNDVTLALDVLNNKPEL
LNLPDPTDEDLYITDDMITQLTVLGFLPEMCRRALIKNHGDNNKAAEELLQSDGFIPTITCNTSPSSSSCSSSESTSESE
SEMLNELVSDIKQEGDEYLDVNLEDEKQFLEEYQSLLKCLSSK*                                    
>Lgig_225362                                                                    
MDVFLTIRQKKTTIFTDAKESTTVNEVKKIIEGILKVAPENQKLFKDDQPLTDDNKTLSDCGFTSATARAQQPATIGLAT
RKDDGEFENLEITPLSNPPELPDVMKPQESTSSHAQEQAAS*                                      
>Lgig_228134                                                                    
MAVVNVCNRILPGKSEKFQLNTVNLADSVKKLKEDVLDAVKTDQRNIELVYCGQKLKDDDKIEQYGIKSGSTIYALSKPN
FQESEVINQLPEKEIIVTINSAIRKPAYHQIVQRILNDPKKMNELISNNPGLVSDPAVISMLVDVGLLVSLIQPSNLSKL
LSRHPVFGPVAMSIATTVNEEAGKEGATASSAGTYSIDQMSDEEDEAGVGMRSQNRPGITASQLAAAIMQAQGSESSAAT
SGTSGGSSQSSSSITEQFFQQAMLSAQQASVSTEAVQQMRDMGITDETRARRALVQTGGDVNAAVELIFDEGLL*     
>Lgig_229410                                                                    
MDNLSQSKRNVPNLEAMDLDINSTDCDTSIISTSSIDHLNTSPGMSTFFTSFEEQMNLSENQQDSVQKSSVALSGKIGFL
QSISHKSSTSSKKRLSSEHSGCQVNIYDMRNNTFSNGEIINLDVQEQLAIHRIAQFYDFPESCLIPMQYGISGERNPCVV



AIREDSSDLTLFLRWESGFVIGRICVTVKNNATPQSLAVDLDRKLNYKETYEKYSPYCFHQKLDSFKNLKEQGVVSGNEL
IFREIRPITLKCLYRSSPTVDAIYYVNSLTTDTIGDVKLKVFNTMKKEPSSDEIRSLSSPEHIWLTSGNRLYDRDREYIG
SPAPSDINNISSGLLGIVDVVINVQSSNCLPVNVLHTEFDGLQKIVISTSMSTAELRYKISTIFHCSPNALKIAIDNKRV
TEMSRISNFQGLKRNCMIIASIRQAITINIELEDKTYQVSVMKLDPVLCVKQKLSELTQYETKHIKLIFEDKEPNDHHQI
EKAHLKNGSEVHAIHLPKRISVCIRKNGKDPVHLIIDDSQKITPKLLKCFYTDTIRLKPKYYINYHTFGKSLQFVDSKSL
DSQGIEDGCKLYATESLNIHKKGKLMNIFDYREDGQIHIINGTIINGNLLKGMDGSVESDNSSEFDSLEKQKEIPGIRLA
YPEEVAAFSSNSDDSCDNGNLSNALVKLRMPTPGALVTGNYSSSAIESPAWFPMVKSPFQPHTTITPKLEHISLMSHSIT
EPILGELPGVVSDKELDKLVSELPGTVWQSFMRQLLPDAEITKQIESHKGNVSEQIFQCLQKWKQREGSKATIKVLQDAL
KSQELNLISIKIFGMEVQSD*                                                           
>Lgig_229894                                                                    
MLEITCNDRLGKKVRVKCNIDDTIGDLKKLISAQTGTRADKIVLKKWYTIFKDHITVGDYEIHDGMNLELYYQ*      
>Lgig_231090                                                                    
MIIYVKNQDFPHRTFVLSLSRQDKVARFRAHLLHILYDIGKDDHQFKLRYKGEMLRDADYLGDYDINDNAIVSMIPTDSQ
MERIYSLMTLASQPSTIDLHTGQPPNIKDALNQEIKHFDKREKYLSDFKALLYINTLVILMAVLTVYWYSVAWTGLLFLL
AMLFVPTYTRIGGFVGSNTHWRKYYCVLFNIGAVICLAIALYFSIITWTTIVNHGCKDWMFVDDCSHRQVFSAVLYTIHS
VLLIISTVIVCLLLVNFRVETGDFIEKYLVQEKDIEKVVIIARTGRMKERRQAAYDLATLAASSNENKLLIAAEGGLQVL
ETLTLNKDSSTQESSLEALGELLIVPSIQEIFLRSGGCRSLLTALNSPNQRVMYEAANALYTIVSESEDNKQALIQGHGI
EDLAHAGREGKVTCQRVIAGILLELTFNSEIRAQLSSTNTLVEVLTELCKSQDLDTKRFALQSLELMAIENCDLVCSQDN
LIEILLDIPLKTLDEKLYLLAAKILMYFTENIETCEQLLNNTSIKESLGLFARSENPVQQRVVARIIFLTLETRSLKIQA
IDMKLNKILEYIREHPADRETWDMADQGLSLMNSEDDLSNLPTLTTLEKLKKMETTHGFDTSSSATADSINSSDSDLKKH
V*                                                                              
>Lgig_232476                                                                    
MASACIDVYVKLPSGKNAQYDLFSTDTIAILCGEIAKRENLDRNRLKIKYQGKVLKKSSALGYLGVVAETILKVEIVQPQ
DLTIKVLYSEETKVITISNLKTVIDLITEIEKSIDLNNKMITTKCGMRISRNGTVLDELGLVSGEELIVSEISTATNATT
SDPSLSESDLDEIKTSFNAQGKKVEVAFSFDTTGSMYAYLDTVRQNLKQACSRLIADIPNIRISLIAHGDYCDQSTYVIR
MVDLTSDVQELVTFAKDVPSTSGGDTPECYEWVLRKSQSLDWAEDSAKALVVIGDSPPHEMDHTDQRIDWHDDLDVLTGM
GVKVYGVHAGGSVESKFFYQELADRSGGSYLPLKNFDVITDMFLAVCYNESDENHLEEFVQEIENTGEMTEAKREIFTSL
KSEKKTDKPQEIDNRQMYTWWNKPRKSNRMVPPSYYYDQQKDNWSSRSLSNDVTSSVATRILSSVSPGVNTKSPKRSIRV
KLCKKTCVVM*                                                                     
>Lgig_233138                                                                    
MQIFVKTLTGKTITLEVEPADTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ*          
>Lgig_234561                                                                    
MQIFVKTLTGKTITLEVEPADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEPADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VEPADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPA
DTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPADTIE
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGK*                          
>Lgig_235090                                                                    
MASSSETADYVESNKEDIKIDSVECVTNESEDNSTPGTQENDPGGCLTDTGKIVVQETDKSNAEKVDFKIIYNKSKYDVS
FSLDETIHQLKQHVQGLTGVPHAMQKLMYRGLAKDECTLRQLNVTKGAKIMVVGSTLNDVLSVSAPSKQELAEAAKAEAS
SKEPLSEMKQHKKVLEKYGKPEDANPGVKNRKDPLPHVPLSGMYNKSGGKVRLTFKLESDQLWIGTKERTDKIPMNSIKA
VVSEPIKGHEEYHLMGIQLGPTEASRLWIYWVPAQYVDSVKDAILGKWQFF*                            
>Lgig_236418                                                                    
MLEVTVKTLDGQNKNYTVPEEMTVKDFKIKISDSINISADSQRLIFHGKVLQDDTQLKEYDVHGKVIHVVQRAPPTSRSS
TRTENSNTTNMRGPNLMGIPRPSEVNIVRIDVNSGRPRGNDAPRNQIENIRRYLRQLKRLVQSLENLDANGGEENNADDS
MDTSDDSPSSSTASTSYQSSASNNQSGSGNDQSTSANDQQASGSDQQSTANSNNRSTNNPNQNRTRTSVLGEILVEVSGL
NTRLQPFLDRYRDLLHSESNLQTQEAQSTQRICNLVSEALHGLSHVYHSISDFMVDVSSSHPRYVNSTFGVSQMANVQGE
LNLSYQIQTSNANNQPGTSTASSSTSTSTGSSSQSTTAPPTSLSSSTTTSFSTHTTPSAGPQTTTNEAGSGSGLPPGVNI
TGGLPPGVSITGGLPPGVNITGSGLPPGVNITGSGLPPGVNITGSGLPPGVSLAGSSNPHLFVEVGPQSITLNSISAHVI
TTSQNNDVPSSSTAETASGTDTSQSSTQTPPTTSSSTNDAPTNGSDQMMGNIIQNTVDMIMQNVGVGDLGQAVAVEIEHV
EGDDNTTDSGNTATNNTTTSGNTAGNNTTSSSTASSTSQSNTANIFPGLPHGFRFPGLPAGGGNVGIQVLPGGNFDLGAL
MGGALGGAFGGVRPNVPSGQSRFGFQPGTSTDNQPNQPNNAGNAPPRMPVHMGLPAGIMRRPADPFLPCQSRFNINNEQR
EAVGQAIATSIADLLTQRLTQGLNTTENRGAPTGTRSFTATGRQPGANQTPGQSAPNQRPFSVRVQGVPMNLGGAAAPSG
VNATSNIGTGANQPAGTDNMFAELYRGITQQITAAANGNDSTDTISSFVDNLASNQNVVGGEGFVNDIFRVVSERLTFTD
LFGIFMGRSDRLGQLQGPLKEFLQTRVLKGKDYTDDNLRNGIEEIITEMESELQPAIDCVQVKEGINLMATFKNFFRQQF
RATIRLILNSQDGDVNFGRNLYERVRRLLGEFVVLTPMCLVEGNPAFERMLQNRLRSMTSSMNSGVQEWMTTMTVQQIQN
FRQSVVVRESEVQFYIVKSPQSASPASSDEVPMEVSSPPAATSVPKSTAAKPTELSKKSKTESQNKSSGSSGGAGVVNGT
VGVSSPTPGQTAKSGDTVPNGEDWRAVVPEEWVPIISQDIQRQKQNRHQPPLSDAYLQGLPAKRRRVMTADRPSNSLTNM



AEFIPESIRRAANNLAIEPISSLDNLTEEASSDTDLQLALNTELNTVLVNRLERDSDYIPDRYPNSQQLFQPKKQNMQGR
IGLF*                                                                           
>Lgig_236593                                                                    
MFREFKEEKLVPRSRENVQTCHDDLIKTHHDDYSSDEDLPYAEVNLNHVVGKQMVIWSYKMPDTLAIYTPLAGDDVRRLT
EFVKTNLQFNNDTDKLMVLKPKRSRPVNIIDIYRIKHGSCITVMPKCDPTITLEAKQLNAKYDLVLNTNTTVRELKLFLQ
NQKGYPFDRIEMLYKDAPLLNDRHLFEYKIGHKSRIFVMLHLYYDMLVHIECFWGQTYHIYVDPCMTSMNIIYMILRRTV
SPNLKNVQALFELYLPKHQLALYNGKSHMKWHDCLGNYGVLEGSILKLISLGIQNKLGLQNIPVTLDDGLTHVVTVSQYD
CWAIVALKVHGISRIPINIIRLYKDGKEIDFSETVGFSFKRNIGPRISASALQAQIDPDTLYGIELTIDLGSGIQEVIRC
SASRTIKKVKERLQDMGVPNATVYDLYSQDTKLPNSGKIVDVIDDPRIPLKLKLKRYPVYIHTPKTVIYKMFAHAHESLA
TFKVRIQMKTGLSVKHYQLMVAGRVITSSDDKSVFHSAIGIKMSVFLIPLEKIHTFIVLYNDWLVKIPIPYNPIYSQIKE
ALWGESQIPDGCMYSITNFLMWFFQKTDRRRRHFKSKRTFDPLAIGGPLETVRLPEVQQDQMKELRQEKKNKSVVKIHGR
HVRNYFPFKPDVITMETAALLSQR*                                                       
>Nvec_XP_001641904                                                              
MPPVMLPEQTEKPEGNNQNEGETYNKPTIGIIYPPPEVRNIVDKTASFVARNGPEFESRIRQNEINNPKFNFLNQGDPYY
AYFLHKVKDFKENLGKVPEPSSAPGPGISKPKPLMQQQVLISDLNIPKEPPPEYEFMADPPSISALDLDIVKLTAQFVAR
NGRQFLTNLMQREQRNYQFDFLRPQHSLFNYFTKLVEQYTKVLIPPANIKEKLKEDIHDPHKVLDRVKYRVEWVKHQEKE
KQKLEDEREKERVAFASVDWHDFVVVETVEFKDDETGNLPPPVTQEQLGARILAQERYEKVQDAGPTEEDFNMDVEMEVD
ETNKDNQSKDMEMDMDDDGPPPAPPSEPAIRLPPLPPTGAGSNLQIRRDYDPKAAKPQAPPLPPEKYLISPITGERVPAE
AMAEHMKINLLDPRWKEQRDKAIMDKKQQEEVFAEGIAIGSSLKQLAERRTDIFGAGDEETIIGRKIGEEEDKRPEKVTW
DGHTASMASTSRRAQAGVTLDQQIEAIHKSKGLAPSDDRERIGPRAPHQSPMEGGDFMKGRMSNPNRPPTTAIPPPMTNT
MTHSAPRPPPMGHHMMNMPPPPPAMPPDGPPKFMGLPPPPPGMRPMPPQPPFMPPPPRMQPPGPPGPPGPPGPPPSNKRE
HEDDDASNKKSRVEGPEGDLIPEAQFLKTHPPTVRFTVQVPNIPDKAEWKLEGQLITLALPLTDQVSVIKAKIHETIGMP
AGKQKLQLGGIFIKDSNSLAYYNFGPASTVQLQLKERGGRKK                                      
>Nvec_XP_001640566                                                              
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAKKR
KKKNYTTPKKIKHKKKKVKLAVLKYYKVDENGKITRLRRECPSESCGAGVFMASHFDRQYCGKCCLTYVFSKPQEGK   
>Nvec_XP_001635407                                                              
MSKKSNKLSRTFPGRVKNETKSRQPLPSGFKRFADFLTLRRKKRKGDSAARQLEKSPWFHGKITAEYAEMLMRGAGEFLV
REDPAMPGMYFIAVRNKEQETLHLAITKVNHSKGTRIKYRVEDSDYMFDGIPELIQFYISERRPVSIRPPAVLTIAISKE
SALLKEEDFRGRTSTAGSARIHRTTRGRLERKRSDPVLSTRVPSRVFNIEADDDSSASVPDKDRPHSRSNPPSIYYDDKQ
KTAEGGELFSSATTQSLEDVLDPPQIERRRHLSSSGSAPSLYRKRDSGEGPESTYDSPRSIAIPTTTLKHVSPYGRQGRK
RSQESGPVQALKSKEGVPLKDYATPSSLPVNGSSNSQDELDYDVPRPSSMVTDKNNDDTNSKRDSGVTRESSTERDRAGS
GVTECAKPRQTRQEIYQSVLQKLRDKIVRPFLEQSCVTLARYMTKVDLDVVWTSHMGEGEGEPEGVAEGLELLILPQGRD
IRSALIERYTNLTYWVGALVVAAGDLGPRTQVVTKLIELADVLSDKHGNLVSFMAVLEGLALPQVTRLHHTWSCLHHQYS
SSAIMYHSTLKPLAGLLSSGAPSPFPGVCLPYVVPLAKLLEMTTEDALGGWGQDDVVQGIETLLAHLDAGRTLIQQLDAY
KDEYLKRSHETIPEDELKIMDYFRSRVNVGDVLGLGSDAHVRTQKLVTLLNWLSENAERASKPSADIWQATNAMAISIVC
KPFDFFAIMKSGRLKGQIGRMNRGANLSAKIRLFSLHLKFPTDEKFTISRVCPGMTVKDLKNRIELETGVPRHLLRLRYL
DGYDLTDDRRLSYYNMVPAATVQVLLWPEWVSLVTAACKGDYYGNQIGVFNFFRGVLASQIRTPAKLGQNTPREFNEKAL
VALYIASHRGHVNVVSRLVESGVYPCTKLPSGRSPLHAAVNRKQITCVSILIGELYIDRVILSSAGRD            
>Nvec_XP_001632528                                                              
MWIQVRTFDGKQEQQINNLSKQTKIEDLKERIAEAFLVDTTQERLFFRGKQLEDGHTLFDYNVGLNEIVQLMIKAPPPTN
DNNNNDDRKSNNEESEALVNGSVENGHSSMDEDSVENNSSKDKSVIKSIYKKGEFIDAKDPSMGAWFEAEIVDISLKDES
DPESVLYHVKYDGYEEDEINKLPGRDIRPRARKRLQWDQLSVGQVVMANYCPDEPKERGFWYDVQITKKHSKQITQGGAE
SRSGSGRELHAKLILSNEEDSHAPVAQECRLIFLDEIFKIEAPPAYDENGERIQSSNDGPSVKRQNKPDCRFCKDDKMKK
CKQCACHQCGGKEDPDKQLLCDECDMAYHIYCLDPPLESIPDDEDWYCPLCKTDASEVVQAGEKLKASKKKSKMASANST
SNRDWGKGMACVGRSKVCSIVPPNHFGPIPGVPVGSAWKFRVQASESGIHRPHVSGIHGRDSEGAYSIVLAGGYEDDLDS
GEEFIYTGSGGRDLSGNKRTAEQSCDQKLTKMNRALARNCAAPLNDKEGAEAEDWKKGKPVRVIRSSKLRKHSEYAPEDG
NRYDGIYKVVKYWPAKGKSGFIVWRYLFKRDDESPAPWTKEGKKNIESLGLTMVYPEGFLEAQAKKQEESAENGKNKGKG
KRKRDEEVPSPSKSPVKKKKASQILSDEQKGLIAEDKENVKLWEELLTDTTLDYTAFHQKVEELFACVCCQDLVLYPVTT
KCLHNICKGCLQRSFKAEVFTCPYCRTDLGKTYKLSVNSALDAILNDLFPGYSKGR                        
>Nvec_XP_001625352                                                              
MQLFVRGQNLHTLNVEGCDSVLGIKQELALRDGIPVEDQVLLYAGRPLEDGMSLEECELFDQVTLDLGVRLLGGKVHGSL
ARAGKVKSQTPKVDAQEKKKKKTGRAKRRMQYNRRFVNVVQTFGRRRGPNSNAP                          
>Nvec_XP_001641344                                                              
MGGCMGTGHDPSVRVSSSEFGSTPGVTLGKNQPLKKERQQWTSDIPLTEGQLRSKRDEFWETAPAFEGRKEIWDALRAAA
ETDDHTLAQAIVDGANITLPTGSLQDAYDELGTRYVLPVYCISQPTNLIKDDDVSGDISNEVDEKETPPTGEETYVKLRL
STGKDLKMVVYTSDTILKIKRKLQKQEDIEPAKQRWFYAGKLLTDKMTVGDAKIQKGFVIQVILPQPTPVEN        
>Nvec_XP_001641133                                                              
MEESSGINEGVLFRLREVLNRDKVRLWLPPYSSEDGHAGIYPEELISQYTRELGFSKPTIAEALEHLRTHALEKLSAKKR
FQASGLASIRVHLAGQHSRKMNMEISLKLTGAELRKRLGDEFTMDPVRLKLICNGQVLKEDSPLDSQTVTNNSQILAIAL
SETEVEARKKLLKDEHAASSLDWTRKAAEALSSRTEDTSNLDYFLEIRDQEGRPLQLPDAERKALALAMTLHEKGKSMLK
QKNYSEALVVLLEADKEFSQCRAQILEAVDNYAILCLDVVWCYFGIRSIRDLPDAEARLQKCEECFEKSYGMNMERLTSV



RGGSGQELALFVRLYVLQAVCAYHRGRRDHALILLNKAEEWTRKLSVDDDKLSQMVAMGFSVREARLGLRCCHGDVTSAV
DHITSKRQEKKERTLREKEEQKKKRAQRKLGKTANGEWVNVSSLESLVDMGFPRQSAAEALRQTNNSMDGALQVRVPEIT
QDVAS                                                                           
>Nvec_XP_001638929                                                              
MKVIVKILNGKEAELEVSETEPILAVKTLVAQELDVQVERQRLVYKGKTLADDCSLDEYLIGDGSKLYLSIKKLSSQPGS
SQKNYAGSNFWNQLHKLLKSHLNEKDADKVLQRCKQDFKSWSRRLSLDDIERMSQLHLEETMASR               
>Nvec_XP_001637832                                                              
MPFICIREARKRGKHRLEGIGLDLKVGELKEKTSEVVSIPANEQNIIYGGQVLRDENSLEMCGVKEGCTVYILRKLTEQE
PIEQDKENTSVSNVMQVLEAAIKSPTYRNTIEQILGDPVMLEQLISATPGLSDDPVALTLLQDRELLQQVIETADIDRVV
RQHPSLVQAASYIAAAAANDDTSPGRGVVANDLDEEMRDMDPGLIAQAEMVAAHEERIQASQATRAQVTPSMLALALASA
GLPSSNDSPSGAGPSGTSPSTGGTSSSSSRTNRVTRNLFSQAMSSAMSGSSAAGSSSTELTETQLQGQLQQLRDMGITDQ
EASLRALRASGGDVQSALDLLFGGT                                                       
>Nvec_XP_001637624                                                              
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIS
VKAHWKTFTLDVEASDTVESVKEKIQNREGIPPKVQRLLYEEEELVDNRSLADYNIKQGSILHLFLI             
>Nvec_XP_001637351                                                              
MADGGELKITIVHDSKKHSVCLPYCDDKPLCVSDIEQAAQQVTQVPQCSQKLIFKGKSLTNRNQTLESLGIKKGSRIMVL
GKKYDPEADDNMKAIRSVEQQVGELKSRLDQLNAELDGISKGFLEIDLIGPAVTKVHKQIKGLTEALMKELLTLDSLAAQ
QVTQVPQCSQKLIFKGKSLTNRNQTLESLGIKKGSRIMVLGKKCRLWNVNKIEFSKEDNMCVYNYGVTKDSKIHHCPLAL
TDYHNL                                                                          
>Nvec_XP_001636899                                                              
SVEEKEADTSDKAKSAAEMVNFRVCWNKKNYDVTFDLDKSVDKLKEHIEELTGLPVAMQKLMYKGLLKDGTKTLRDVKIT
KGTKMMVVGSTINDVLKVTPPSPSQLKEEKTTASAAKEPFCKQKMHKKVLDKGKPDDVMPGIKNRKESLPTVPLSGMYNK
YGGKVRLTFKLELDQLWLGTKERTEKLPMGSIKNIVSEPIEEHDDYHILALQLGPTEASRYWIYWVPAQYVDAIKDTVLG
KWQPF                                                                           
>Nvec_XP_001635632                                                              
MATSSFLEGVDNEVLVSFLVLLAIIIATLLYLFKSSRSALPAWNWNQIIDVFLGSDDEQQNESQNVPLGENLTRNLSEEP
DESGRQTASPESTEITGHANSAENDVAARRRRPQDNFLNSTSDITGGDHQQQGSEGITLRVKHHENERNFGVDANITVGQ
LKRLCFSQEISQGKRVRLIFSGHLLGDDNATISFYGVTNLSVVHAQISDVSQPEHPNGDAEVELDVSRLFVPLIIIMLFV
CWYGLIYYRQLFDSTSIFLLFVITAAFGFQVFVMFGYI                                          
>Nvec_XP_001635433                                                              
MQVTVKTLDSETRTFTVSEELTVEEFKKEIADTVGIPAERQRLIFKGKVLQDEKKLKEFEVDGCVVHLVERKPPRTQPDG
ASNSPDGPSVHPGSQAASSAANIVMGAFNMPVDVMGISQNIVQGLVSHLGVDASHANVSSSHSSDGSTLNVHINLLSAPP
EGNDAARRLSRARHFVRAARESFNRTEGEAPSSMDANVPTDDRPAPNQGPQGNTEQPRPSDLADVLGELQEFSSQLQPSL
NRYTSLLNSPATENLLPSDDSLPDRIAETLHNLSHAYHALSDLSINIRAPEPRRLSVLTPLSPHVGAPNLLSSIFGGRPP
PGPTTSRQNVSGQAGPTNMTQSSTSHSSTPRHHGEPQTTISITSIISSAIPRGHMPTTPSTTPQATPPSTTSQTTAPTAS
QAPSAGETPQPSTATTGEEARVMMDDFVNLISNLGQMTHGHPAASASQGAGQTGLHVHIGPRPPMGPPPPPGFNLHTGPR
LHMGPPPSGFHAQRGPQPEMGPTPQPHPYVPPMGPIRVNPTQAHRQGMAHPDPSLPCESFHFGLRAHRAQPSQQPGEAQG
TQQPGSAPTQGTQQSESAPTQGTQQSGSSSVEGPGRVFEQLVASVVQNAVSGGAALAQQAQTPDSLKPQTVSSPRQSQTP
DSLKPQTVSNPRQSQTPDSLKPQTVSNPRQSQTPDSLKPQTVSSPRQSQAPDSLKPQTVSSPRQSQAPDSLKPLTVSSPR
QSQAPDSLKPQTVSSPRQSQAPDSLKPQTVSSPRHLYVSIAYQTLNDVILELQNRGLDTSSEPISIQGALLSQDYQDWNI
FIHAGYAGHHAGLRVVLRSYLFTDLLLGEEATESRLQELSVQFVSQVLDEIAPILTSESTCDGIDVVATVRKFLEYFAKR
AFTLIRDADEQTFCNAFPFMVRGMSSDFVQLLALCYQNGLRDVENIITNRLPGTIVARDMGPVMLRTFRETLLRYVRDAS
QVPTQTNLQDYIIKASQEQKGSSQSVKPMPSDTVPVCQPDTAEDMSQNSDDSFHTPPGSVVTGGPEASQLAIDQGEVHMA
VDDLEDDWKAVVPEEWVPILAQDVMRQRRIPPQQPFSDAYLSGLPPKRRKAMLATGAPRNSIDAVTESARTNSKLHQAYR
EEVKETVKKRTDTDTDFSSERFPVTSQYTCK                                                 
>Nvec_XP_001633642                                                              
SSSVTLVVKTPNKMIDDVQISCALDWTVEKLKKHLSDVYPSKPTSKQQRLIYSGQLLLDHQTIKEFL             
>Nvec_XP_001632897                                                              
MKVTVTGEDGSIFTLDVSVDLEVENFRALLEFESGVPASEISLYHDGVQLSDLKKTLTAYSVKENDVILMVRRQARHAAR
NTVAPPSGQPMAIDWGQIQLPGNNQSRTQPAPSTAPPPAANQESPEYIRDMFLNDPHQMSLLKERNPELADALISGNLQK
FADVLNKQRQERAERELRRIRTMNADMFDAEAQREIAEEIRMSNINQNMETAMEYSPESFAKVIMLYINIKLNGYPVKAF
VDSGAQ                                                                          
>Nvec_XP_001631684                                                              
MLIYVESKAFPATQEYAAEAVSELLTIPAIQNKTFTLICNPHDTIARARAQMLHILYELGREEHQFRFRFKGEYLRDAYT
LDDYKILDNSVIKMVPMSKRKRGSYANLHGSRNSGIDDEHDFSSKANLPAGHHELDDVQKALYKEIAIFTKREKLLTDFK
VLLWIHFLAAVLSLTTTYRYAASWSGLLMIFGFAYCPNYTRLGGFVGKYGMNKKHFMIFFSVGAIMNLTASLLMGIYLIF
ELLAFVCDNQDPSCLRQKELMWWSIILYLTQAVALAASIFISIMLIFNFNYEVGNIIEKFLIQTRDIDKVMNSAKLGNTK
ERRHAAFELASLAALGDETKFRIVGEGGLESLMNLCLSDDIATQEYAAEAVSELLTIPAIQDQFVELGGVRTLCALLHSK
DKRVVNEAVTALSYIVADSEANRQTLLNENGMDDLFYIAERVHVPASRIVSAIFLELAFSAEIRIMMSAQQASVSALEKL
CRSRDDETQRLSLQTLELLAIENSDTIIGHDGLLDYLLFLPSTSDDEQLYLLASKILLYYAENESACQKLVDFPDLKNCL
TDFAVSNDPLLQNIVAKIILAMLDSHENKDAIASLGLDEVLMFIKSDATDRDAWEMSDHGLTILHNIRPKLHKDDSNTSV



ESITGKERCVNHSPNIPQHYDQSFTKPTVTHSVVSIT                                           
>Nvec_XP_001630488                                                              
MDLYIQTLTGTAFELRVSPFETIMSVKAKIQRLEGIPISQQHLIWRTTELEDDYCLHDYNICDGATLKLVLAMRGGPINT
RRIPMEDPTLREMAEYMEANRDEIWDKLPKDNRQVTLLVFRDGDQLNFFRVVDRGDGTLTPLSDSLSGASMYNLYDEEEE
ENQTPISKEAMQENSVTMNKMKLLRSRMHTQKPGVKVWLQPWALE                                   
>Nvec_XP_001629429                                                              
QEVFLMVRRLKLSIFLDCKEGTTVMELKKKIEGIIKRPPEDQKLFKDDQLLDDNKTLGDCGFTNQTAKAQTPALVGLALR
REDEFEPVTIDALSSPPELPDVMKPQEGISNSDGS                                             
>Nvec_XP_001628676                                                              
MSVCRKGLTSTMQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGQSIIPLLLVF                        
>Nvec_XP_001627896                                                              
MIEITCNDRLGKKVRVKCNPDDTIGDLKKLVAAQTGTKWERIVLKKWYTIFKDHITLQDYEINDGMNLELYYK       
>Nvec_XP_001627629                                                              
MRVVILFHGFRHCLDVSPTQTVADMKQLLRKKFDLDTVQNEETENDIFLSLNYAGGVLEDDWIFADIGIPPGVTLRCELI
QNTKSYLNVHCAYSGEIVKFTEPMSLFDTTVGDLKTMVTNKTGLHVSVFRLVIPEGKEMFDCNLLKDYNISTGDTIRLET
WNGWADFLKAATKGQLTPTLKHMLS                                                       
>Nvec_XP_001625753                                                              
MIITFKTLQQQTFKVEIGEDETVLKLKQKIEADKGKDAYPHGNIKLIYAGKILNDDNPLKEYNIDEKSFVVIMVAKPKPA
PAAVAPAPVTTTIPQAATASPSTQASSTAQEDSKPEAKPDEAKSTSTETAASATTTASTPAASTPRSYIEEAESALATGT
EYEGLVTEIMNMGFERDQVVRALQASFNNPDRAVEYLTTGIPDLPSERVGDQGGQDEGEEETAAEGVSSLEFLRTQPQFI
TMRRMVQQNPGVLPQLLQSMGQSNPSLLQLISSHQDEFIRMLNEPDDGPQPAAGGEGGQQSVPGEGAPPPGVSYIQITPV
EKEAIERLKQLGFPEPLVIQAYFACEKNENLAANFLLNQGSDDL                                    
>Nvec_XP_001625099                                                              
HIAVLTLTGERILILFKSPKHTIIEVKYLIEAKGGYPKDQQRLVFNGQVLSDEDTFEKVGIFAGATLHLIVRLLGGECPT
YHLKNDELDPPYDYDFTNTKDDGKTYMRGGFEYKRPYGWKRVAIKVLGRYESSDWLGPNGIRTSQVPREWPVAYHGTNFT
NANSILQKGLKPGDRALYGKGVYTSPSLQMVEKYYAQEFKYEGKSYKIVFQSRVNPDQSNGHLKIIPASKTGVGADYWLS
PKQNVRKGPHDVRPYGILIKQTK                                                         
>Nvec_XP_001624794                                                              
MAAEGAEMSKINVVVKTSKNKETIAVEPTATIKEFKEMISEKFGAPVPQLCLIFAGRILKDHDTLASSAIKDGLTVHLVI
KSENRVRTAASCKPCFPGNNHFTPSPPTALSPSVPLPTGTPNPLDLAGLGGLGAMGQSGNLQEMTQQLQQQMMSNPDTMR
QILDNPIVQSMMSNPELMRNMILSNPQMQQLVERNPEISHILNNPDLMRQTMEMARNPSVMQEMMRNQDRALSNLESLPG
GFNALQRMYTDIQEPMMNAAQEQVFC                                                      
>Nvec_XP_001624647                                                              
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPS
DTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDTIE
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN                           
>Nvec_XP_001624552                                                              
MGEETFQVFAALPTEDVCTLRDLTTDMHVFQLKSRIELKTGIPGDIQRLHFMNKELYDDATLAKVNLKQGCIVRIKMDSN
YESLFDACWRGDLYEVFQNGVQFLDESEFQGYNIALWNRLVVQRATHALFMASHRGYLGLVIELLNQSAADINGKTRFGR
TSLHVAAYQGFVGCVSLLLSEGALCNQVDFNGKTALSLASENGHMYCERRLWLYQLSLNAFNEKRDNLESRKSQESIDNL
RLSPKKSLAFRAKERLDSKELHFHLPRVQLSSGSTTSTPVHHKPAPRSQFPLMQIAEKYRKELQIIENSSIPDVQEGPRQ
PIRPKTAPGPSRVKLAAKRTGEQDIVDQVQRANVASTPKTHGDREHNEEVTCQSHDEQTDSVNDHSPTANKNNNDDTTPN
TALSDKCERSSSGNVIRKLDVVISTSKEKYKQENPASQNETPAQLPAESQESANSEIFIDVSEQAYRRKKTAQTFEHWLE
MKRNQNKLRPSTATSPPSKSKLGKSIDPEAFREWLSNKKQRDHSRSFSDSSSSPRKGFISSGLTFEEWLRNKAKAAKENH
VNDTDENGGNTQKRARVANLAGKTYDEWLNEKIKQAQATRDVGNNQGEKNVSKSGKSFEVWLLEKRNQKQIEAIHKATTE
KLEQKRLEFEQYQKYMSPHYKTFDEWLAIKKQENLIERFRAENQPKKYEEIPIEEREKDSSLVYSIWLTSKYVQEMQEEE
KKYQEMSVWVEAGATVGEVDRVTVPKGRVVPRGSFSKLGVAGVTLIGGQGFLTWSYGFNCDMSSSLVRYP          
>Nvec_XP_001624503                                                              
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRFIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN           
>Nvec_XP_001623355                                                              
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKGNSSTVNSSLSPPV   
>Nvec_XP_001622158                                                              
MAQRFNIYVRFNSNSNIPVLIDMTWSIRQLKEELGRQQSVDPRGIRIIFAGRELKDSTTLQDCEIPNQSIIHAI      
>Nvec_XP_001626675                                                              
MADEDAEDSTEFEGLSHSEAMSIFRKELSKVMQDPLLVGLPSEPTVEEITAQLALEHGLAIMVNVRQQDKMATILPVVVV
QDATVLDLKKAIQRHITLKQTREGGATYISWKYVWRTFWLMFEGQKLSDDHKSLKEYGISSRDEVTFAKRLKRK      



>Nvec_XP_001624819                                                              
MAENVLDVYAEYSSYDGTEKGRLSLEISSWRTKLVRDLKNVIQKQLKIPRCDQTLTYREQVLSDDSVLLSSLYLREKDVL
QLQFLASGKLDEMNELISNLKEFAEAITDDSKRHDEILTLVESRCESTSEDEEDANPLFPMSKYDLVLRALENLAFMYFI
PWKSNQSTAQRHYFVQEGGFGTFLIVFTFSHKRYQIDSNTSKPKRSWYRATNEPSNLERRLARYNNEQQMLEMHCLSLLW
NFSETSHDRLHAMRRGAVEKVVDALLLDPHMQAPEEDDFWVTVSLNETAVGCLVQYAEFTGTQEAIAKDRATVNKLITMV
ECRLHDTTTSYYSMYSSQIAANTLFCCASSVRSPIDLVRSGVHVRMIELTRKLLAKQNDMAIRYYCCIFLGRVLCCPLIK
LDSNTIKDIDKLLDKFMSLHKPEDISAWEEKHNYVWITMVPFITLAFAGGHSIRLKYDTVPTHALPWLPGSPATQRLGLF
CLRHMCASPENCSLVRKEKLLPYLVCLKWYLDGKEREALDHCLRLFSPHEPPALSAIAKATLALIRGFQPTLRM      
>Nvec_XP_001621345                                                              
GIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGVIEPSLRILAQKYNCDKMICRK                
>Nvec_XP_001620541                                                              
MRPMPPQPPFMPPPPRMQPPGPPGPPGPPGPQPSNKREHEDDDASNKKSRVEGPEGDLIPEAQFLKTHPPTVRFTVQVPN
IPDKAEWKLEGQLITLALPLTDQVSVIKAKIHETIGMPAGKQKLQLGGIFIKDSNSLAYYNFGPASTVQLQLKERGGRKK
>Adig_1174v119267                                                               
GLSTDASCRRLVPENIWQRLKYYFPTAPEFTSAHPLCKLCQEEDEEERQKTELYRLLASEQKTAFNQLYSDRNRPQFDNE
DPLIACAISKRFVEQWKQFVRHPKTNVPPETIRNEPLLCPHKKFLFNPECDVEDNGANEELCYIWQHEWNGLTQTYPYDN
VITVTKNVTQDGLGELVTTPEVCLECSMARVQARAKHVENYSCGTIFVRKITKDHTDRDIEQVVNDSFATKEGDYVDPDF
QSPPHSKKQKLDGDSRRRSSRHRKQRGEVSLTVGSTETLRDVKLQLMKSFSVMPMDQHLSLNGVALTEDTATVMSLGIRP
GSLLLLKIDEPQGTISQDALPG*                                                         
>Adig_1465v119522                                                               
MIITFKTLQHQTFKLEIEESATVVDLKNKLETEKGKDAYPKAGVKLIYAGKILNDDQPLSTYKIDEKGFVVVMVTKPKVT
STPAPSQPATTPQATSVASTDTTARSGDDSKPESSLVSGEWFNKIPKVYPYYYSNLGKQILSSYSELVTIKNSL*     
>Adig_2463v120305                                                               
MDLNVKLTCLDSGKTERIIVTLDEWDHMCVKDLKKTLEDEIQVPVCDQKLSYQDLQLNDDLFPLKKLYFRQGDTVSVSCS
TQGDILSIKSLLKEIKNFAEEIKNKDQSELLTVSSAKDFRTCYLSYDNIHRALENLSFSFFIPWKNAQSVVHRHYFVQEG
GFDAFMEVLKFAGKRYRMEEKPHLRKLLGMLKETKPSEVVEGLKELNNEQMILQMHCLSLLWNFSETLHDRRLVLQKGGL
QLVIKALMLDPNVHSLPSDEYYEVASINETAVGCLVHYFCTLFLGRIRASALVWMDSETAQNIDERISIFLAKHKPNDVS
KWEAEHNYVWVSMIPFVSLAFSGQQEKSDPLPESDGNEEQCEDEDHCQATSNVIQDNADGPNLLPERALFMEKNKDNLVS
HCFGDENIDTKKQFPETGNSDSAANDSCSHHSLAIATDDRPRMMLGSKQTQKLGLFTLQHMLASSGNRQLVENERLLSLL
YCLCWHINDGGQLKAQLRKYWTPSPASLSVICKSSLAFVFGLEAAWTM*                               
>Adig_4023v103868                                                               
MKLTVTLDGDQIFSVDVSDDLELENFKALLEFESGIQSPQIVIFHNGEQLRDNKKTLNGYGIKDGDVLLMQRLMQPAEPP
RQISGIGNISGLDWGSIQVPERNPELADALLSGNLQNFAGVLQRQRQERADKDMQRIRTINADPLDLEAQKQIAEEIRMS
NVNQNMEIAMEYSPESFGKVVMLYINCKLNGHPVKAFVDSGAQMTFMSASCAERCNVMRLLDQRWSGIAKGVGTQKIVGR
VHVAQIEIEKVFLPSSFSVMEDQPMDLVLGLDMLKRHQVR*                                       
>Adig_5681v122860                                                               
ENAMAAQFYVVEFPSEDEKCRGPYLVPASKVEEEDGTTQVLWSVVDELKGSIMEIYYEAACLKQGTKKECSDFLDLLKKK
REQADISNKGGVRSRKKPAKLDDYDFEDLAECSTSGKPPTKKAKKATIETPFDICIDELDEDSEPFDPEVETNAVMKNWT
KKAISKSEKPKTNGFSRRNSKSSKKPQRENSRKEQRSQREEKINSSQKKARCETVEAQSNDIEKLMQKGMKLLLHLDNSD
EPADISISVSPETTFEGLKRKISQTTRISPGNQLLILKGKEWSMEEQETICQCWTTDDLVAVFERKYFSSDTSPEFHASS
TDMSSVNLADDVEQVGSGDNDTGHYSPKIQEETNHEEIEIKVDNLLKQMSVVSSQLQQLSDTVEKFVKCKSCQKKFYKAL
DDNDVSLENVATGRIKAGEYHATPATPPASTPTPLVSSTPLAQKNAKVIPIQKSTDKRVDDSNDTILVGSASRGIYLSKK
KVDLVSRSSPKLFALKLFELVFRREEAKEGSIEGKGEKLLQLDPNRLAAIREHTERMFPDEFNWPVIKKALDEKCRMVRN
NRCTLWAGIKENQGLSC*                                                              
>Adig_5989v123098                                                               
MQLFVRGQSLHTFEVTGGERVFDIKNEIALVEGLPADEQVLFYAGTPLDDKLSLSDCGLVDLCTLEVGLRLLG       
>Adig_6454v123458                                                               
MADEAIDESLKAMDKIDQLSHPEVMALFSNKLAEIMKDPLLIGLPNEPTLDEKFSAILMYMIIKFSYCVYHHKKELVPKR
GKHVWKTYWLSFEGQKLTEDHQPLTHYGIQSKDEVTFIKRLRRK*                                   
>Adig_6539v123547                                                               
MHVFIDLLHVTKIAIEVDPLDTTEILKEKISEKTTLPVSDQILTICQNGAIMELKNNSRIYLGNLVKSKTVITLSCKQNL
SSFSFYIYVVTETGLVFTLRPEGGNSTRIINLKEQLSKRLSLSVESFLLRSVDMLHYVNKGLTPDNNTLEDFSVKTGAVL
YVQIHPCEHNWFFGRIEREQAEKLMSSATDGQFLVKESIHFPGDYVLFVRVNGEVQHYRVLCKKNMMFTINGEHYCDTIN
NLVKFYQNNKGSTLPIKLTDPISKTNGAALDDGGSATNGTLPRPRLETSALAEIHLQVEIGSRAYSLLANPFDQIQSLKE
QIEELTDVSTHSQLLRWNDKPLIMNDFILEDYHIRDNSTIVVQVHPWNEEWYIGKWASKQVETGVKGLNVADGMFLIRDS
TSTPGNYCLHVWLLKHQSQATVLLTTPITQMIFFNQGGKANQCLTWWNARKDFLELEAVFSFPACPYWWSITENTVVL* 
>Adig_7210v124027                                                               
MQIFVKTLTGKTITLEVEPSDSIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDSIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDSIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFCENPDRKN
HHSRS*                                                                          
>Adig_8028v124661                                                               



MQIFVKTLTGKTITLEVEPSDSIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGVIEP
SLRLLAQKYNCDKMICRKCYARLHPRAVNCRKKKCGHSNNLRPKKKLKG*                              
>Adig_9681v106580                                                               
MLIKVKTLTGKEVERIKERVEEKEGIPPPQQRLIFSGKQMNDDKTAQDYKIQGGSVLHLVLALRGGSLS*          
>Adig_10078v106930                                                              
MYILVKKLNGQEVRLEVSDNDEIALLKREISTKLRIPVAQQRLVFKGKTLADASRLRDHRIVDGSKLHLSVKQETTVENI
EDPNEFNTQLRIFLKRHLNTQDTEKVMAKFKEQFKTWISSLSLDDIERLATIHMKEASSY*                   
>Adig_10146v106993                                                              
MSNLELLSAGFSAILGTEVVPQQTGGTLSIHDLFRQTYVMRPVAALSLEAHSEDTFNVNVAGLTGERARIEVTGKFTIEE
VKAEIERRQDIPMDQIRLVYCAKQLEDKRTVDDYGIKPEDTIYLVIRLPGGGSSYGFNTGELDPGYDYDFTNVKDDGQRY
MRGGFQYKRPYGWKRIAIKVVKRYDDDQWLGPNGIRTAEAPGEWPVSYHGTNMTSAKLILKDGYKPGPRARFGRGIYTSP
SLEMVQRLYAQEFNYSGKTYKIVLQNRVNPDQRNGHLQIIPAADTGVGADYWLSSAQDVVDVRPYGILIREVPKN*    
>Adig_12131v108820                                                              
MIEVTCNDRLGKKVRVKCNPDDTVGDLKKLIAAQTGTKWDRIVLKKWYTIFKDHITLEDYEIHDGMNLELYYN*      
>Adig_12161v108845                                                              
MEIFVMVRREKTTIFLDCKEATTVYELKKMVEGITKKAPDDQRLYKDDQILDDAKTLEDCGFTTQTAKAQSPALISLSFR
GEDGEFEPVVIAPLSTPPELPDVMKPQDSIPGGDGS*                                           
>Adig_12564v109215                                                              
MRRGNDDRACTKRQIEILTPDGKKVQLNIQENTEIQKVKNDCELLCGIPSDIHVLQLEGRDVDDDSTLYDLKISEGCPLK
LTVPQWWQKFISSCYKGDTKQVRKRIHVKMSEITREERGFTAAFIAAVQGNHSLMFAAFAGQKINLLSKTKLSGRNLLHA
AVSGGSTSCVANILMNGGNALLEAPDEEGETPVDLAERLYGGKDGDMVNFLNIYLELHRRETNNYGDSKLYWDNLEYNNN
NSDENSTKSESKGDDGCISPPVENVISNVANQNISQAGLNLVVTETLGNKSFQNVPTVSKINIEDYDAKTCNDALVSTSK
NFLEAAEGKRNSENLMNMIYCKQGNTHTSDTGYYSSGGHYVEKCCTETNWNDNLFTQKNAVSSESKMTREVFDSTEQTVL
HQGDSAKNLSTTTAEQSVARDCASSQLVSPRRAQLRFIEQKRKLSTTERPNLEQLMITRSDNHGNEEHENEQVPEKGQNA
DETREEVAKADVTHDCRPRGQVPTIASNINDSSENCPSPKPLRRAQLRKKSIVEQRRRKSLVQRPNLEEVETAMQGVEDG
ENLTEKTSVGTVQDNTDIDITESIDKLSVEAGQREGSDSLTTTTSQRMLQQKIDGDIFKNMTTNSASKTSAIGDNGPEKN
EAEVSREPRTEGYKRSESLGDESPVSAKNVLRLWQDQSHEADLVAPSTGDEWDAESRSPKRLRRALARKQAYMEQRRKKS
ATERPDVLKLIRRNKEWENGDANSDRPESESKRDVESLVAQNDVWVTNEEQENAGPYDPHFPPGNDVSRAQDETVKPGLT
QSTQNELNKERTPIRRAQRCSNTGLLATNRTEDTGPRSWSSVSGRESDESDQERAAIAEPIAPIAHRSKAKASRRRRLPK
LPDKAIKLPVIKIEDSGISRELTTMTALQLPLGRSRSGSTCSEDSTSSAEMSSARARNRSRSDIASTPVTIEKTDASKRT
AVKQRRQSVPNSPLNYAHHQPMIRSGKNLEQVDEIEGQRFEISKRLHARKSLRDPLREELLRNEWKTRTRSGSLPGQGDE
YSPEQFMKNKELQSKNEHHIAWNERKPRPKSAKQGSSRISFTEWLDNKKSSQGTRPTSSHAQSKERCKDDVEHEEHLHFS
KSYEDWLIKKDLEVLEQEKKLRRKARVKFHRTKK*                                             
>Adig_12692v109349                                                              
MTCCNGNEFCGSNLCQELQERCATNIAQIKFFLEQLGYSEDVLPQDIKASLREMMLRDKKLRAKLGKYFWIDEKGGKSKG
KTTKLNSEARSQKEDITSREQFFQMFVHGVKPGQPLVLMVKQDETGLPLKEAVLKKCPSLPSSFILMHQGRKIHDENTLR
EQGLTQDCNIHAHFRLSGGMEKESNSPQREEKKTNGPQDWDRARVVKWINEICEERKIDQEDVSYLKTLSGPDLMKLHRK
HWSRRSPKNGDCLYILWQDLLQKSTMIKEGSTSADQTHKLVESETNFVAAMCLQSETLLSENRQANEDISIIFRLHVVKG
TSAVHFAKPTDTNALVRVGAETKLVTDFNYLFSSLESLASRNIPEKSPTSIDQEIDIAKSEESYFLFKRHNFETERTECK
VIYGGEPGKIILKRYIKNYSASFLNSGGGDIYFGVYEEEKTKNCYVVGVSLPSEEREKLHLESSKIIREFWPPVDSDRLC
MKFIEVKLDWSKNVLNYPKSSAKLASEFVGVRIKDNNNVRRLVNWARKFHDTLFSLLRIKSDLFVLLVKDVTKIMNVEDF
LKEMEEESKKSKYFEMAVVSEEEAEDSLKNLCVVQLHVKASRYPIHLTESFHTHCLDPHGRVSQMTPNQLLERFTRKDHQ
FDSEKFLNLANRFEKQNTSYLLICSPFSLPNSAGDLYGLVVPEWALVLDFDQKPNQDGHLLNLFKPLHDQFQVERNLSVS
TPLDKSLDLNPRNGVCWCAIRGYEDIHKTLSEKGHASWMATHGHETKSLINKLLSHIHPNQLVIVCLWNDGYEMLMPSVY
TLLEHLLSSWRQTKVIFICSNSSAKSSMVSSLVEPLVKADFQVGRDNIFVASPHEIARHIGTELPSPYRPEDAFQIPRKV
CFPQEGERTIPDPLPQKIRQAIAGHLQILYQRSGSSLHSKPEDEDKRRKDFYSGSEIDENGLASGIAIKRYKMKELKKAM
KSLLNDKMSHVSLVIVKAHRGTGATTLCMQLLFEFHKQYVCARLLDFHDKLGTRIELINTFSRLPMILFVDSEMANVQEF
IDFKNDAEKQNLNLKLLVVESKLSSSQERTISRKKRPMQDLVGTVAYEIVELNRELTGDETSQLVDQYLKIQSISEEKKT
SLQQLKQRVSEEPSLGKFAIVSLTVFGKDFSGLKNYVTYRLDLANELQRQILEFLALVHVYTGYLFPVNALSCLAKREFA
FFETIFEDVDVLELLSPPSKDRRNERRISFVEVAEEVLEQQAKRNEEDLTLYLKNNAIRLAECALSNSRPSKKIDRITRR
LYITREFGSEKFSPLVRRMKDSNRDVARDMLSELSIIFKKGSGVWAHLLAHLAKYYMTVYKDFTHAIPLIEDAVREKKDD
VLLHHIHGDVIRIHVQNLKDGQDLSLDEVLRYALQGSDCFETVKEKRPLMEHGYASDALIRKVVMLAAIKSVGGSKFVDY
LKDFVSREAEPSSPLRREDKYVLALVPEAFENLRVVPISERNVKLEEDLLENLGDLDELKSIVGDLKKNIEGTIDQDWVD
LITSKTMSFVYLLEIERKQPNRQEADEKIACLEEFLRKNIYVDGHMKIWIRCVRLGSKVPGLKEMRTKMAVWLKATRSRS
IHALFYDYVIATLEALSDPNDTEKMGNANDCLKEMQRRQKYSRSGRLSQDPSLPVEWLHPKHDRHINSLDSLLCHEDLVR
DYLKEKNHQHQQQSRKEIIEKAIFEKNILKWEGVVSEIESNYKGTITFKSHIDVSFVPGNVHNSILNTGDLVRFCLAFHW
TGPHAWCVVHGAGKTLAPSPSSPCDDESGSEDGDESDNVGLLPMVESSLHTKTVANCATLSNEDEGGQEWCQYLDQELQG
VISKRFPDGGYEISRPKFRRSLFFHSKQIVPPFDSLHALELYSVVSFTVGRSDRGLRAMNIKAVEDEDVESKLRSFRDLL
KEEHTKSACGPAGRVEPPQTRRKPTLPKSLDDLYKMKSRAEGHICQIRCPPKWKRVQGYIEVHSIRERLFFNESLSRIGK
SETSKFHLNARVQFGVDKNDKGFFAKKIYVKNNSLTPSVRDPLEQDFALETPQNGRPRYSVGRQPSRQDDAAWETIKRKR
*                                                                               
>Adig_13595v110180                                                              



MKTDVSQDPCREQCCPKNADVDNGNPEMNETTKEDLSAEEKNKDSTEDEPTTSCRETASFRVVWNKKSYEVIFPIDETAD
CLKQHIENLTGLPVAMQKLMYKGLVKDGSKTLRELNKKKQP*                                      
>Adig_13638v110219                                                              
MWIQVRTMDGKKSLQVDGLSKLTKIEELRNKLENAFDVSPNMQRLFFRGKQLEDGHTLFDYNVGLNEIVQLMIRTVPPSD
DNNNKEKQTKKDCKRADQEEASSPSAQVNGHCTNGLEQASENDQNTPCTSEEKTVKSLYRKGEMIDAKEPTLGAWFEARV
VNTSVADENDPSSILYHVVFDGYEEDDINKLPESSIRPIARTALTWDQISVGQVVMANYNPDDPDERGYWYDVKITKKYD
GLTRNTRELYARLLLGTNTDDTVAQECRLKFIDKEIFVIESPPDPNSAEALSYPNEKNSPAKRQVKADCNVCKDNPNKLC
KHCACHKCGGKENPGDQLLCDECDMAYHIYCLVPPLKAIPDDDEWYCPQCKNDTSEVIHAGEKLRESKKKQKMASSNSTA
NRDWGKSTCKELWCSFE*                                                              
>Adig_13669v110252                                                              
MPCIRIKEANQTTKHLIHGIDLNSKVEELKKIAAEKTNIPVDEQNCVFAGELMKDEKTLDSYGIQDGFTVYVLRKCPLPE
PIDMLEQLIVTTPGLSADPVAMTLLQDPELLEQLVETANVQTVIQEHPSLVQAASYIAAAIAKEGGGEGPSSRHNPSLLV
GDDYESDDELRGMEPGLLAQAELVAANEERIQSSRGSRSQQQITSSLLSSALASAGISQASSSRSNEGKVDLRTMLVSSF
PSHTRSGPVPLARAPHDLL*                                                            
>Adig_14225v110776                                                              
MAAAKEAGDVNVIVKWSGKEYVLEDVPLHETVRYLKNLIKEKTGVLPERQKLLGLKCKGKNAQDDVRLSALNLKPSNKIM
MMGTREENL                                                                       
>Adig_14253v110802                                                              
MRWDLGTKLRVRKVIIMAENPKINVVVKTSKNKETIQTDASATILEFKELVSSKFNAPVPQLCLIFAGRILKDAETLASY
SIKDGLTVHLVIKSDNRSTISSTQSLSAPPQSQPNPTPLGYGLGGIDSLGILGGNSGNLHQMSQQLMSNPDMMRQFMDNP
MVQSMMSNPDLIRQMIMGNPQMQQLIERNPEISHILNNPDLMRQTMEMMRNPSLMQEMMRTHDRALSNLESLPGGFNALQ
RMYTDIQEPMLNATQEQMRQAQNNPFAALFGGSTGSETSVTNSSESNPQQGTENTSPLPNPWSSSSPTAPSQPSTRSDSQ
PSTQPAQQQSTQSGGSTTSSTTSTTTTPSTGGNSGNAMNSMFQTPAMQNLMQQMSSNPGMFQNMMQSPYMQDMMQRMVQN
PELMASVSHSVIYFI*                                                                
>Adig_14481v111001                                                              
MGGCMGTTRDPSVRVSSSDQFGSTPGVTLGRNQPLKKERPPWTSQMPLTEGQLRSKRDEFWETAPAFEGRKEIWDALRAA
AETDDHTWAQAIVDGANITLPTGSLQDAYDELGNRYVLPVYCVSKPTNLIRDEDVSGDMTKEDEEENEIPPTGDELYIKL
RLSSGKDLKMTVYTSDTVLKVKKKLQKLEAVEPAKQRWFYAGKMLTDKTTIGEAKIPKGYVVQVILPQPTPVEN*     
>Adig_16260v112645                                                              
MKQSAPFFLHSRAKVGVVLGSIFPVNMSNLELLCAGFSAILGTNIVPEKNGAEVSIHDLFQKTYVMRPPSSVRAAGEFHV
FVEDIIVTGKTITIKVTEKSTVDDMKIAIQDQAGRSHKEIRLIFAGKQLEDGGTVKNYGLQHGDTVYLIPRLLGGSPPLP
RALNTNELDPDFDYDFTDVKDDGERYMRGGFEYKRPYGWKRIAVKVVGKYQNDDWLGPDGIRTGEVPGEWPVSYHGTNMS
SANMILREGYKPGPGALYVFLH*                                                         
>Adig_17279v113530                                                              
MQIPISVVELPIPKEPPPEFEYLADPPSISALDLNVVKLTAQFVARNGRQFLTNLMNREQRNYQFDFLRPQHSLFNYFTK
LVEQYTKVLIPPSDVKEKLLKDAHNPKEVQDNAVVFLLNCLVLSSLSNLPPPVSKEQLGARVLAQERYEQIQDEGGNPDD
MEVNMDVEMELDEPEPPAIPPPPPPPPSKEAGVKNVDVNEVPLPPMPSEPGPKPPLPPAAPGGNIQIRRGYDPKAPKAAA
PQMPSDKFLISPITGERVPAEGMAEHMKISLLDPRWREQRDRVLQEKKEQEQVFAEAKLHEITGMPAGKQKLQLGGIFIK
DSNTLAYYNVTPASLVQLQLKERGGRKK*                                                   
>Adig_18794v114805                                                              
MAQHQSIGPAEQVLVEFRAVVFLYDSQVSRWSEVGESNVYSRVFLISTRPYGSMGCYRIFGRLEFTGHVTLNSTLTDKDE
YLVSNTKWHQMRTATGIIYGFDVLSESEGSRFSVIIQHTLRSLQGTQTQSHQSQAHQSQLAPDAKGTGRVSPNLKSPNPT
QRVPDSPGQDGNRTQRKRDFDVQIDTVCAALSEAIMNGRQEQAVEIAKKLTSQKVNLSIKLKNPNLVTMDAGGNTITLRV
VVEDKESSGGTFSMKVSPTCTIEKLQQEVFDRFGFPVQVQKWIVGKKVPKPTDTLHDLLLRQSGATVFLYLLSGKTVGLR
QSDVEQLGRGDTATSNTLRSNASCSSAAATSSTFSSSSSTTSNLRQAVSSPNLAAGNVPPAFGEVSREEQVPERGFASLM
PQRLPAPAANWQDISGPATFHVDPTMDIRTLQNKLAQQGMAQRSGSASSSNPAVEEVVVNNIDPEEQQAIEGWTCETCTF
VNQPTRPGCEICAAARPEGYVVPVDTMLNEQERNRLAAEQRQEALFQQAEEGRLVDIQRFLRQNAEP*            
>Adig_18977v114951                                                              
MPLLIIFIFPSLSSPLCADLVVFIAALEITPAPPVTQKPKPLMQIPISVVELPIPKEPPPEFEYLADPPSISALDLNVVK
LTAQFVARNGRQFLTNLMNREQRNYQFDFLRPQHSLFNYFTKLVEQYTKVLIPPSDVKEKLLKDAHNPKEVQDNAEVFLL
NCLVLSSLSNLPPPVSKEQLGARVLAQERYEQIQDEGGNPDDMEVNMDVEMELDEPEPPAIPPPPPPPPSKEAGVKNVDV
NEVPLPPMPSEPGPKPPLPPAAPGGNIQIRRGYDPKAPKAAAPQMPSDKFLISPITGERVPAEGMAEHMKISLLDPRWRE
QRDRVLQEKKEQEQVFAEEFILQRRFYQSIGACSVNNEDVSVIKAKLHEITGMPAGKQKLQLGGIFIKDSNTLAYYNVTP
ASLVQLQLKERGGRKK*                                                               
>Adig_19791v115594                                                              
MSDQVTIRVLIDDGTPRIPFPLRMHLSLTVYRLKQMIEAQEGFTVSEQEVFFQGRTLQDNLTLGQQDVQQDAQVDIRVNF
QDIPSPTRKKGSTSTSEDCVVPDIDDEDNVFNFNQPRVPADPRMWNKWEVVEWLKWATDRYSIRDVMADKFLMNGKGLCM
LGVEGFLYRVPKGGDVLHSDFNKRVIAAVEQSRHLQSYLNPGTSNFYYVY*                             
>Adig_20724v102276                                                              
MQLFVRGQNLHTFEVTGGERVFDIKNEIALVEGLPADEQVLFYAGTPLDDELSLSDCGLVDLCTLEVGLRLLGGKVHGSL
ARAGKVKGQTPKVEKQEKKKKKVGRAKRRIQYNRRFVNVVAGFGKRRGPNSNAP*                         
>Adig_21016v102350                                                              



MASARGSEKFPISVRFNSSTNIPVQADLQWRVSDLKQEIGKSQNVDPNELRIIFAGRELNNHQKLKDADIPNQSVIHAIR
GGCWSSRSRRVQGTSLSQVVLTSVEEEEEYGATASASGASQRKAQYFVYCKSPCENITPGKLRVCCSRCKEGAMVLYQDP
RCWDDVLKLGRIRGSCKTPRCNGDIADFFFKCARHATTGEDRCVALPLIHSNTRDVPCLACTETKDPVLLFPCPDRHAMC
LDCFEIYCTTKLNDRQFIHDTDLGYTLSCPGNSERCTDALIDEIHHFRVLGQQQYNRYQRFAAEEYLLREGGVLCPGPGC
GMGLFLEPGMGPVVTCSDCNLVFCKECKEPCRRGHSCSESQSSQAAAAVGRSGYRVNAENARRARWEAEARRKIEQISKK
CPGCKTNTEKNEGCNHMTCSQCRVEWCWICVKPWNQECRSSHWFHH*                                 
>Adig_21901v117204                                                              
MGPGQIQIFVHGIQGGIITINIHKDATVKEFFAMVSKKNSVPVDQLRAVYTTKQLEIGKRLSDYGMQSESNVFLILRLLG
GSMTSIPPEKELDDAVELSEAPDMITWDDDPENKRAKMPCGHAITPESLTMFCRSILDAGRSRFLCPYISQDQPPVYCGN
EWDYIDVRRLAVLTDDEIEEFEKKMSRNYLIKAMGVQECPKCNSMVERSDKKHIRVICPLCTKTGKQAAYEFCWHCLHEW
KSSGTTKCGNLVCSGEDRRLRILRNCPRKEIVGVVGCPTLRACVSCGMLIEHVRACKHMKCRCGKEFCFICLKPKETSGW
KCGGYNEACTIAPVQTKIPGDN*                                                         
>Adig_22856v117996                                                              
EEDEEERQKTELYRLLASEQKTAFNQLYSDRNRPQFDNEDPLIACAISKRFVEQWKQFVRHPKTNVPPETIRNEPLLCPH
KKFLFNPECDVEDNGANEELCYIWQHEWNGLTQTYPYDNVITVTKNVTQDGLGELVTTPEVCLECSMARVQARAKHVENY
SCGTIFVRKITKDHTDRDIEQVVNDSFTSKEGDYVDPDFQSPPHSKKQKLDGDSRRRSSRHRKQRGEVSLTVGSTETLRD
VKLQLMKSFSVMPMDQHLSLNGVALTEDTATVMSLGIRPGSLLLLKVD*                               
>Hmag_XP_002163856                                                              
MWIQVRTMDGKKSFQLDGLSKLTKIEDLRLKMKDQLEVPPSKQRLFFAGKQLEDGHTLFDYNIGLNSLIQVMIRIDTPDE
TPSGFTKLEENLCLNNDSVKLEEKKSTFNTSNLRWKVSELIDGKDVTMGAWFEGKIEKISFDENNEVLYHVTFDGYDENE
LVPLSEINIRPRARTKVPFEELQPGMIVMANYNFDSPKERGFWYDVTVTKK                             
>Hmag_XP_002166578                                                              
MEIDTCHDKENIICSDIINDERQPTISKNENSNIKGDPLHLKFVWNKQTYDIDSLGMLNSVFELREKIKEKTGIPIDNQK
LMFKGLVKDDSSTLKDINVINNSKFMVVGSTAHDIETIKTISPHQIIQVQQADAASSKEPLCKQKMHLKVLEKGKPDDVP
PGIKGLKEKLPAFPLSGFINKAGGKVRLTFKLEMDQLWLGTK                                      
>Hmag_XP_002167139                                                              
MDSLIKLTVKTPNQHIEDIQIDCDLTWSVKKLKDYLQDVYPSKPASHSQKLIYLGKLLQDHYILEEVFKECVSQTLHIVC
SENDNFETIGLESLVNNFSSNDGLRHRIRNSIPPVAENQPVVDSQFQQQTHQYLWMPNLSSERQQQQQSNLSEMQIQYQA
QMQYYMHQMYLWQQSISSNHWSYPTIAQGYGFQLPFTPIPTIPSLHSELSSNTSQPTTPLVTEEQLPSESHIPHPPQEPE
QVREQNNPANPQVEAGPGGAIMAVRDDDNDRNRDWLDWLYFSLRGLMLISIVYFYSSTTRFFLVAVLGFIIYIYQAGWFT
RRNPAETPVNSERIAEENSETVPNVHRPNTHKADVLRKRKLGKAGVERTADEGPANKNFKQITYCEAASEFSPRRCIISQ
AEADNLTMGYITEEMRPLAKVSQSHLTVGVTITPNTFLEQEDTEDDEFNDDEVNEDEIDALKFKKQELECLQEYALVMKP
DATTLDTFQGDNVYYGHVFPHNDDTLNAGAAIGAQQKVNTTVGDEDQIMAKIINNLPGVEQFIINQNDTTNLDKRWETWK
EDFELYLVVTKVTQDAQKKALLLHLAGNDVKKIYKTLKGTDTDQYKAMCDKLDQYFSPRKNITYER              
>Hmag_XP_002165038                                                              
MQIFVKTLTGKTITLEVEPADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKNYSTPKKIKHKKKKVKLAVLKHYKVDENGKITRLKRDCPGESCGASVFMAQHFDRYSCGKCSSTYSITKN       
>Hmag_XP_002157137                                                              
MSRTSVTEVFLVIKREKTSIFLDVKETTYVYEIKSTLATLLKKNTDDMCLLYKDSILDENKTVAEYGLTMQTTKPQTPAL
IGLVYRISEMDFEELNIIPVSLPNELPGTMKPQDSPAAGS                                        
>Hmag_XP_002165479                                                              
MLITVTCASTDVVYSLEVSPEIELENFKVLVQVESGSIGMTDMVFFHNGKLLIGDKKNLAELGVQNNDVLLFGPLPHGSI
TNASSPPRTGRPVSSVHAGTGIDWGSVHVPSTSHTRTQQHSRQRIDPNNPEVIRTMFLSDPHQMSLLKERNPRLAEVINK
QRVERLQIERERIQLLAADPFDPEAQAKIAEEIRMETVNQNMHTAMEHAPEVFAE                         
>Hmag_XP_002164413                                                              
MLLYPNRSGDVSSLALIEIDIEPNDKVERIKERVEEKEGIPPAQQRLIFSGKQMNDDKTAQDYKVSGGSVLHLVLALRGG
>Hmag_XP_002158413                                                              
HLVLRLRGGMQIFVKTLTGKTITLEVEPADTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVL
RLRGGMQIFVKTLTGKTITLEVEPADTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRG
GMQIFVKTLTGKTITLEVEPADTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQI
FVKTLTGKTITLEVEPADTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGG       
>Hmag_XP_002166050                                                              
MQKYERKLCIGRLSYLNRATQSWHLFCDNDDVTNIILNNVNTISIMSEKDQSIYGTITFSGFLNCQQQSHDYFQLQTASG
LYALQVLSPKDISFVKTFFTNLSNQLENSVAQEISLKPNGSFVTMKSDDRIYSSLKFQNESKTEKQVLTNNQSLLEEQVL
CSNQNSSEEQFLSNNLSLSEKQVLTSKLGLTEKQFLNNNFTHDYDYAQQINQDTKKIIAGEFQIPISCQRWIINDRVVKD
HELLSKCGVQHSGTVIFLYLISKFESKIHKSIQTCEPD                                          
>Hmag_XP_002166020                                                              
MERKKLCLGKPSYLDRSLNTWKPFGMDNDLCSLYLLDSTRLSIMNVQETYQIRVICFEDFLHFKKQADQRFVFQTNSGFY
GLQVFNEKDESDIENLFKSISSFLGIQKETMSSVMPPMNNQNISMINSPNKSSFIDQEKKTFDIIPPDNDTICDKMRTAI
ECGNIEEAKELVAKLAEKGLKLILHVLEYSDINISIPVKIEGRDGKSITVTLLVNPNETIRMLKFKMFKEYHLPISCQQW
IIQKRVAQDNELLCSYGILEPGTEAFLYLSPTNNMNKDLQNDRVIGWECPQCTYLNTPTYPGCMICSADRPENYVVPENF
VLHPDEAHRLMNECLAEQLTLQSEEVRKNDEILQATNNYQVMWNLMQLKLLRNENMFECPICFNDVEQGNGVVLRECLHE



FCEACLADTINTSDSPEVACPYNDKYACPAIITHQEIIEILLPVDYDKYLQRSLRVAENSNSNSFHCRKPNCPGWCFYED
EVNFFDCPICESKNCLTCRAIHLDKTCKEYQDELKIKAQNDENAKKTQEMFDEMIKRGDAMLCPSCLVMVQKKSGCDWLR
CTMCKTEICWATKGPRWGPKGTGDTSGGCKCRANGNVPCTPTCANCH                                 
>Hmag_XP_002158392                                                              
MQIFVKTLTGKTITLEVEAADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGVIEP
XXXXXXXXYNRCYARLHIRAKNCRKKKCGHSNNLRPKKKLK                                       
>Hmag_XP_002158073                                                              
MDLYIKTLTGTVFELRVNPFETILSIKAKLQNLEGIPISQQHLVWHAEELEDEFCLFDYNISSGSSLQLVLAMRGGPINM
RKLSVEEPFVKEIEEVIESKKDEVWNQIMKDDNQFTLVVFRDGEKLNFFRVYDYSDGSNPSHSESLSTTSLCNVDEDERD
DTSTSMAKHVENVITKDKMQTLRKKIELCKNSAKHVENVITKDKMQTLRKKIELCKNSKISHEPPVNLRGDGFSKHQSFN
LQTCHVIPTKQEKSNINNTSSKLNFSSDKLCNSITSSLIKHQPLPPVMKHQPLPSVMKHQPLPSVKTKSKPMLSCDTTFI
DKRKIDHSNVDLLKSCSHKTQRNYSHGRTSSENENSLPFHKQYSNLPSLNEKINLHKDISCERFSSSESSKHGNVLKSLS
AMNKTETRDFLYRPNKSSHSSITTLNDNFFKEDTIDLVDNESYKALVQWMQPQLKETKKHLPRVPNAVQKHTSKTEVLEK
VSCLPSINDNLCTTLSTKKKRLRCMVCSKKLGLATTYECRCSQKFCSVHRYPETHTCSFDYKLDGRKLLEKNNPIVVAPK
LPKI                                                                            
>Hmag_XP_002154235                                                              
MPPAVLGVDNNAEHEVVEDESGKLLERSQQDGELYSKPTVGIIYPPPEVRNIVDRTANFVARNGPEFEDRIRSNEATNPK
FNFLNPNDPYYAYYLHKLKEYREGDLTELPSVAQTKEVKAAQKQKVTQVFETIIPKDPPPNYEFMIDPPTISAIDLDIVK
LTAQFVAKNGKGFLTNLMTREQRNYQFDFLRPQHSLFQYFTRLVEQYTKVLLPPADICKTLANDVMDCWKILDRVKYRVE
WQRYQDREKRKEEDVKERERIAFAQIDWHDFVVVETVNFREDETSNLPPPVTKDQLGARLLAQERFEKSQDSSEPPAEVN
DEMDVEEDAEEELYQPFQQEEKPADEKEGSDMEEESDADEDEVEEEPEKESQMPPPVAPPPMIPSNVTIRKNYDPKVKPS
TLLSSLADQFLISPLTGEKVPVESMAAHMKINLLDPRWKEQKEKAIEEKRQQEQVFAEGVHIGDTLKQLAERRSDIFGVG
AEETYIGKKLGEEEGPKKSGLEIWDGHTASMERTTKLAHSNITFEDQIKAIHRSKGVHIGDTLKQLAERRSDIFGVGAEE
TYIGKKLGEEEGPKKSGLEIWDGHTASMERTTKLAHSNITFEDQIKAIHRSKGVAQGPQKXXXXXXXXVSIQSTISQPIF
NQSAQSGFNQTTQPENTSITTSIPSTPSIPPPATQLIQPISVTPQLPPQPPVAPGIPAPQPQSIRMAPPTLIPLPHTMMM
PPPRLMVPPLGSIFPAPPILQPVREEAPLILPPPKDDDEPQSKKSKLDETDTELVSEAEFLQNNKLPVTFRVQVPEIPEK
PEWQCQGQVISITLPLTTQCSVIKSKINDMIGMPAGKQKLQIGNFFIKDSNTLAYYNFSPTSLVQLQVKERGGRKK    
>Hmag_XP_002155023                                                              
MQIFAETQCYKIMTLEVEPADTIKKAKIQDKEGIPPAYQHLIFANKKLEDGRTLVDYNIQKNSCLYLVEVGIGQIHIKTL
TSKIISLEVERINTIEDVKENIKVREGVPPDQQRLFFAGNILKDERTLSDYNILKESILQHVLRLEGDMKIFVKTLTGKT
ITLEVEPADTIENVKAKIQDKEGFLPDQQRLIFAGKELEDDRTLSYYNVQKESTLHLVLRLRGGMQIFVKTLTGKTFTLE
VEPANTIDEVKAKICDKEGVPPDQQRLIFHGILLEDATLSDCNVQKKSVLQLVLRLRGGMQIFVKTLTGKTITLEVELAD
TIENVKARIQDKKGFLPDQQRLIFAGKELEDDRTLSYYNVQKESTLHLVLRLRGSMNIFVKTLTGKTITLEVEPADTIDN
VKAKIHDKEGVPLDQQSLFFAGKELENERTLSDYNIQKKYTLDLFLRIEGGMRINVKTLTRKIITLEVNPANTINNIKAK
ISDMDCILPDQHVLTFNGQQLDNERSLSSYNIESESTLFVELNTIHRPNM                              
>Hmag_XP_002163022                                                              
MKVTVRTLDSTNHNFEFDDENITVKDFKELISQDVNIPVNKQRIIFKGKVLQDERKILEYGVDGCVVHLVQRAPPTSVSQ
ESSTSSTVTPPTSISSPPSSQNNFSGSFPAAQQFVDNLVSQFGAGNVSMNAHGNSLNVNINVSPPNNNDDVRRRLQVARR
FLCHADHLLRHMQPTHSNSANFHTHMTQENNSREDRESTPHASSTCHGHGSSCHPPSENKSSTSTEANPVDETTSSNVNV
EDSSLNNNSNTLPSHSNVNQSNVSQDQNIVRPQVLSHFLGDFMHFFHHFAPFLQRYRYLLHNPQGPERRDHGDSLPDQIA
EIFHDLSHAFHAISDLTFNFNSPTPQSLSCFPQISPIRFQQTPHMRMVPISRNSNGNSGIRQGGPVAVAAISTTVVHIPA
SSVQRLVTGGETLTTSATQGSLNPNIPTTNQWPPGVPIAGFTSDTNQGIPAGMMFGPFSMSVPQPTSANTPPVSNSGRSR
GVNTNDVNMQDVLQNVMSALFPPMVNNSSQPNSSSTTQSNTNEMSTPSNNGSQQASQRQQTSAHSAQENFHHHQQDGAPL
HPDPLLPCNSFHLGPSFHSSQSNTQSAPRVVEVASVVIDHTSNSASPTVNTSMSGQQNTGAAELPNNNPPVGADMSSISN
ILNSMFGSLSNTNNPFSENDSSIDDETSMDVDMSRDNQFMDLVTETVRVLNENSNDANSSTRNETLRNIFETRFRRLENE
EGASFFTELFDTFGETFTVPDLVAIISGATTPWARLQMPLRKLLEKHFNNNLPISEMDIPSVAKKMAESLGGNDDMEITV
RPDVDLPATLKNLEVDYFKKFLQLLISNESDYCNGIHLWFIEYATWFFAVLDYSVAGGTESYIAAYLSTESMENAFSDFP
PAIRQFSTETLIRRTRSSIGAQTISPAALEAVIIRPGSRNMIQRENPCKGGDSERAAKRVRKNETVDVDKIWEEMNNGAQ
SSESDPEVDSPPSPEDWHSQFPNDWVSVISRDVELQRKLPPQRPYSDAYLNGLPSKRRAQMTQHGTEADRIDIKASLKKA
MDKVGVDKDSKLLEEDIENSNLQGMFESTFKNDVNQRLQSDEDYRSKRHPNTEKYFMKKGKK                  
>Hmag_XP_002163149                                                              
MAEKVEETFEQNKIKINVKTATNKETVEISATATIKELREAVHVKFNSPIEKLCLIFAGRILKDQDTLKSEGIHDGTTIH
LVIKKDIKTEDQPPNQSTPVVTAPSRPSPAPTPNPINSRLPIFEGLGGVGNMQQQMAQQMMNNPEMLRQALDTPLFQSIS
SNPDLLRSIIMSNPEMQNLIEHNPEISHLLNNPDIMRQTVEMMRNPSMMQEMMRNQDRAMSNLESIPGGFNALRRLYTDV
QEPMMNAADEQIRGQFGQNPSSTSTTHISNPQLGTENLDPLPDPWNPNSRPSNPPSSRNTAAINPFNLFSANANSSSTPG
SNGNMASLLSQVPNPELTSSMMESPIMQQMMNQMMSDPNIMSSVLQMNPMYANNPELANQVSQQLPQIMEMMQNPQTRAA
FTNPRVLQAIQQIQTGIATLQAEAPQLMPIFNLPSNLNGTPSMPANNASLNQLFGQLMTNMGTTPGESNLTPEQRYQTQL
DQLASMGFLDRAANIRALTNTGGDVNAAIERLIGGS                                            
>Hmag_XP_002166450                                                              
IPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGVIEPSLRILAQKYNCDKMICRKCYARLHIRAKNCRKKKC
GHSNNLRPKKKLK                                                                   
>Hmag_XP_002169219                                                              



VFALKELIAKEKGSEFPIECQRLIYSGKILDDDKALCEYNIDPVKNFVVVMSVKPKVVTKDGDKSSGVGSSTPQVESTVS
METVQPSSTPLLTSTASASETTSVSTTSTAVSSQPDIGTSFLTGSALDSSINELMSLGFSREQVLRALQRSFQNADRAAE
YLLSGNVPELVEDAPGDIDEESEALPADVGAEGDLNFLRDLPQFRMMRSQVQRHPDTLPQLLQEIGRSNPQLLQLISQNQ
EAFIALLNEPETGESSAPVSEDAFGGDAGAGGGFQIHVTTEEKAAIDRIVGMGFNEAEVIQAFFACEKNEQLAIEFLLSS
I                                                                               
>Hmag_XP_002155567                                                              
MQIFVKTLTGKTITLEVEAADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPADTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPADTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEPADTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGG                
>Hmag_XP_002167583                                                              
SLTDAYDELGNHYTIPIYCISLPTNIINLDENSSTSGSSKEIITEQASGEEIIIKIRLSTTNKDVKMSVRTGETIGAIKR
RIHADFGVAPSKQRCFYSGKLLYDKLTIEETKISKGFVMQVIVSEP                                  
>Hmag_XP_002168289                                                              
MNLVIKWNGKEYLLEDISEQITVLRLKEIIYEKTKVNPIHQKLLGINFKGKPFTDDTKLCLLSVKPGMKIMMMGTQEDIL
STIISPPIEVTETNVIDDFDIEEEEVLIQN                                                  
>Hmag_XP_002163399                                                              
MQFFIHGDSITTHDLSPSVKISDLKELISFRSGVPVESQVLTFSGHCLDDEKTLSECNVDALSTVHLGVKILGGKVHGSL
ARAGKVKGQTPKVDKQEKKKKALTGRAKRRHQYSQRFVNVVLIPGRRRGPNSNAA                         
>Hmag_XP_002167261                                                              
MFGMSCLFICEPFTNKRTKIENVDLKLSIANFKDIVYQYTEIKTGDQELVYCGKCLNIEENTLESYKIENQVTIFVLKKF
PNKLLTDVKTPILVDEIENLLTKARSQSYRIN                                                
>Hmag_XP_002158040                                                              
MAVAIHSNNDQDLLTAAISSLIGISLSSPTDYKDSMPKVSLFDCHNQTYSYGKVGSTSPDSQIHPDSQLATKATKNIEEI
KKGRTEFLIFVKTISGKTLTCLIDQNSTVLDVKKIIEAKTSIPCSQQRLIFAGKQLENERKTSDYSIKKEDTIHLIQNLR
GGGLQFLDPSSLDPRYNYDFTNVTDENKIFTRGGEKYVRPCGWKRFAIKVSDRYENLTWLGSTDVPGEWPVSYHGTGVNE
AKSIAEDGYNLTKGKRFAFGRGVYSTPNIKVAEKYALNFMHKNKQYAVVLQNRVNPTTLLKISADHTKIGEYWISPSDKD
IRPYGVCIRKL                                                                     
>Hmag_XP_002170157                                                              
MAASVRYQNDQDLLTAAMSAIMCVPLASPTDCSGSMPKVSLFDFHDKTYSYGRVGSASSDPIAQSTETAKNIEGRNEIVI
YVKTLFGHTLTYHINQETTVSDLKSIMESKEKIPSIQQRLIFNGKQLENTIKLVDHNIQHESTLHLVLRLQGESPSILDP
SSLDPSFDYDFTNIKDANITFMRGGVNYVRPCGWKRFAIKVSNKFENLTWLGASNNPGEWPVSYHGTGVYQDKTFAMNGY
DLTKGKMFAFGRGVYSTPNIKVAEKYAIKFLYKNEHYAVILQNRVNPTTLVKISADRIGEGEYWISPSDKDIRPYGVCIR
KL                                                                              
>Hmag_XP_002157117                                                              
MIEVTCNDRLGKKVRVKCNSDDTIGDLKKLIAAQTGTKYERIVLKKWYTIFKDHITLRDYEIHDGMNLELYYQ       
>Hmag_XP_002170582                                                              
MSALHYQGISDVDEICEKIKNAVEWKNVVEAQRLVEMAAKRSLKLSIHVLNEKYLCNEFSIHVQFVDKCSLDLGKIIIQI
NPFVTTVSMLKFMIAGEFQIPISCQRWIINDRVVKDHELLSKCGVQHSGTVIFLYLISKFESKIHKSIQTCEPD      
>Hmag_XP_002169026                                                              
MDLYIKTLTGTVFELRVNPFETILSIKAKLQNLEGIPISQQHLVWHAEELEDEFCLFDYNISSGSSLQLVLAMRGGPINM
RKLSVEEPFIKEIEEVIESKKDEVWNQIMNDDHQFTLVVFRDGEKLNFFRVYDYSDGSNPSHSESLSTTSLCNVDEDERD
NTSTSMAKHVENVITKDKMQTLRKKIELCKNSKISHEPPVNLRVDGFSKHQSFNLQTCHVIPTKQEKSNINSTSRELNFS
SDKLCNSITRSSLIKHQPLPPVMKHQPLSSVMKHQPLPSVKTKSKPMLSCDTTFIDKRKIDPSNVDLLKSCCHKTQRNYN
HGRTSSENENSLPFHKQYNNLPSLNEKINLHKDISCERFSSSESSKHGSVLKSLSAMNKTETRDFLYRPNKSSHSSITTL
NDNFFKEDTIDLVDNESYKALVQWMQPQLKETKKHLPRVPNAVQKHTSKTEVLEKVSCLPSINDNLCTTLSTKKKRLRCM
VCSKKLGLATTYECRCSQKFCSVHRYPETHTCSFDYKLDGRKLLEKNNPIVVAPKLPKI                     
>Hmag_XP_002164980                                                              
MQIFVKTLTGKTITLEVEAADTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKGSKLL            
>Hmag_XP_002159698                                                              
MYNRLYKYLTANKILSEFQYGFHTNHSTEHATLDLMDKIRSSFNKGKFVLGVFIDLTKAFDTVNHKILLDKMRKYEQKEK
AIEEKRQQEQVFAEGVHIGDTLKQLAERRSDIFGVGAEETYFGKKLGEEEGTKKSGLEIWDGHTASMERTTKLAHSNIIF
EDQIKAIHRSKGLLPSEDAEKIGPAILNSTASNTEPSKSFVPQTPVSKPFLLPQAPAPVSIQSTISQPIFNQYAQSGFDQ
TTQPENTSITTSIPSTPSIPPPATQLIQPISVTPQLPPQPPVAPGIPAPQPQSIRMAPPTLIPLPHTMMMPPPRLMEAPL
ILPPPKDDDEPQSKKSKLDETDTELVSKAEFLQSNKLPVTFRVQVPEIPEKPEWQCQGQVISITLPLTTQCSVIKSKIND
MIGMPAGKQKLQIGNFFIKDSNTLAYYNFNTRSAIQLQVKERGGRKK                                 
>Hmag_XP_002169190                                                              
APHKALLTNVDNSDIICEHGLSLYQAEELIDEACKSDPQVYMISASEQNLIMNFLSFSHHISVSVSQLDNCDSKIFAVMP
DYCVECRNMRLAEEIFDSQQYKSAHIYVTRRVVPQGQTKNIKPNSKIDCDTECKVMISPIEKSVNNKFLKRSLEKISNDE
NRRSARRQIQFGEQMFRVDSDNTLKQLKIQLMHRFSVLPMDQTVMLADGTLLDDDSKSLLELGIKVGSHLVLEVQKIDPE
NDITHEPVKSRALEEGFKGTSLLSGL                                                      
>Tadh_XP_002116163                                                              



MNIFLRGNSSYTYNCSPATTIADLKHYLNDREGLPVTEQVITYGLQVLEDHVTLADYAIEADSTLNAFVRLHGGKVHGSL
ARAGKVKNQTPKVEQQEKKKKKTGRSKRRMQYNRRFVNVVQGFGRKKGPNSNSS                          
>Tadh_XP_002115693                                                              
MELYVETLTGIAFELRVSPYETIIDVKAKIQKFEGIPISQQHLLWKSIELEDDYCLIDYRITNGSTLQLVLSMRCGPINT
KRVPHEECSSEVSEYIDLNNKDALLKKLPLTDKPVTYLVFRDGNRLNLYRLFRDESSSNETFSKKSAHGQGLGNKHGSVP
VTDSVSENEKTMKKMQALKEKLSSRINRNNITSTQHQVSHEVADNDRKSFSNELSLTKQTKFTSLPPVLRTEKDRKTNKM
ESRCIARENQVILQTVRGLKDIGLQESQEKNEKNRTQILRESYAKPQSISGSSHIDRAIDSKVLTANVISSKPFHYSFKS
SELPNPRNSIEKFEHIRRLPDVTLNNKNVAKCSICNKKLGLSNTFDCRCGRVFCSRHRYAEVHNCSFDYKSDGRKILEER
NPTVTAPKLPKI                                                                    
>Tadh_XP_002114447                                                              
MPVYPVNVKWGKVRFDNVQVNTDEPPLVFKAQIFALSGVEPERQKVMFKGKVLKDDEDWTNFKLREGVTVMLMGTVGELP
KPPEEKTVFAEDLTDAELATTLDMPTGLINLGNTCYMNATIQCLKNVPELCDHLKQYSGQVFAEADPQHILTAALRELFN
TMNRSKEACHPLLFLQVLHQVFPQFAEKNEQGMLQQQDANECWIEVVRTLQQKLALGSSSGNAGAGAANSNIIDHTKCIE
APDEPEKCSAEKFYQLPCYISADVKYMQTGIQQRLQETITKNSITLGRNAEYVKSSLINRLPGYLCVQFIRFYFKEKGAI
NAKILKDVKFSLDLDVFDLCTPELQQKLIPMRNKFKEFEDKNIEKEKVIVKKFYTVIFYLKDTGSNNSGYYELSAVLTHQ
GRSSNSGHYVAWTKKKEGMFFNIIDILTLGLNVTMIKSQSLQTKIY                                  
>Tadh_XP_002114053                                                              
MVDKNPISKDRVLEWLKVKEVLSITLAGYLHQHQYCDKLTKILEFFGPNLPLDTLSVIWKAQIGKGSPTVDNIHNCLAAA
SIRFSSDQLDHLFNLIQQTWRTETNQNREKLLILIGKIGQEARVARIATKVLDLLWSLAHLPTSTADMVTQALKSHMAIL
SYSYLVKENIKQGYAIKCIDDIKKGVIHDLEKSHDVIKLITISLVKCHRAAVSASGGTGLDENTKIDSRYAYAEYLNSHL
DLLSFILNCTNICLHWHRARDIWNCLESDPDACNLDRETCFDWFITHIGDLEDEAKSTIFNHLIQKLSPSKLTVKGFECF
KTYFECINQNEHKLKCPVPFVSIVEKIDLTGISYLWQIVLQVSNEEVANEAINYFIQITCTNVSYKLKKDIGGLHKKFIA
EFQKRLEDGIAILKQSKVAHAVSLTAAMVTAPAFPESAVKGSKRLSQAKVLSVERLLLLAEKYIVSAEESFPIHKRQFVP
HGVSFHDHPMKLHVTCDSHKAEFTVEVFTNETLYSLRSKLASKLNYSIDHIQLIYQERLLNTTKDHKLLQHLGFTNEQHI
KVRTYTATAAPPPYSNDDESCLPSVIISSNHDIFQKLYQLTELGEPNITDRMVSLIMLIPTDMSVLKALDSITKKNTSAS
IKNNNSSGTDKSDAISSSMAQFSNLFKYNASGMSAFRVRYNLEALSGKLMPVKSEERDSKTDIFTENFFNDYGLEMVTNV
LKPESLPNDTEHTVRQGCYMLAVRITCFMLTGRIPPAVCTNIDDERGLVLHTDENKTQDTSLNQNEIEAAVAKNIIKVSL
ETICGPSRIEKFNHDLFKKIGINLIRIVKIVAAVKAKPGHLVLPTTSNLDNTQTEDVSERLQKSILNDFKDAMIAHEALA
FLVMCLSQRFDFIKTFLGFADIDNLVLSALLESPNSQKLKHIDKAKLTIYYTYIGKSTEINLLYDALVNAIIKTRVPFWS
TNAQLRGSNANLPEHCSQYFALRCKLLYKMSLSTQKRLKVDPKDMLLQETIWLGSTSLTDSTGEGPKRLLTGHLQLTKTL
LTCEGLNKQTFGEKLIPNLIDNFLFPASNAMLQYKKNNNSVVESISPICTTSWTLLHTYDVLNVLATESIENLSNIVSRL
IEMHHTADPELSKVWNYQPPIAPIADCGLVGLKNAGATCYMNSVIQQLYFQPGIAETVLSVDEETFKDSSDGNILYAMQL
LFGHLMESKLQYYTPDHLWKNFKLWGRPINLHEQQDAFEFFVNLVDQMDEQLKQANCNQIFKETFCGNLTNQVVCKDCPH
KYERVEQFWTLNLGVKCRTLQESLEQYVKGELLEGDNAYMCEKCQSKRNAIKRLCIKTLPPTLVVQLKRFDYDWEIGRPI
KFDDYFEFPWVLNMEPYTLDGIISREKSPHVQEDDANSDTSSTDSNSLPSQRPKNYELAGVVVHSGQANAGHYYSFVKDR
RTQIWYKMNDMTVEEFNMSAATLESECFGGSYQPKSNDAYPSYQDIRHANKYWSGYMLFYDAVTDYGNDKLMLSRSLDSR
SEGARFTCTLYFRSDSSVPDSPSSLNLANDGFSQLAALVKRGERKGLFMNKMPASIQRIVHEENLHFMRNQSIYNSNYFK
FILNLTSCNFSTNNMSSGLVVWSLKLAVNFLVNTYFKVREELRNCQLEWNNCMEKLITACDESCLWFLSYLSDGYGETCL
KLLLLECPSDSVRESFAGMLQQAINRFYSCKRLEQAVSNMHSLLHVLARDVPDYYRSCSQYFGLLSAITKMRFAILRQNN
LIIRLYLAIFKRISSGRRWSALQSREFSSIHITICNLIINCDVSTQHTIVHSIKLPDINNYPTELQPMSSAVNDIIFGIE
GVKYFHEALLACCEVVGITASVTNMLVHCCWCNETFSTIVLAKLLAHLSMAPSNELKNLFTILTRLTLLDDSLKVKRFKT
IVDGPENNGLLATIKSNYQTDSRRAYQCIKFLVSMANKDEILRKHLIENTNRWHWAVQWLKKKMSESWTSQSAVSNESST
SKVLQRTISAQDTLAEATALLSQIESSGIAHGAISELDSQDSLQEDSEVDELYNENGEKGGKNEDSADESSRQGYQF   
>Tadh_XP_002113407                                                              
MKGKQTRSSNKYKIDWEWAKESTVQQINQEQVEKVYGVHFNSCSLTNDKTHSKSNCRSNPNCLVHLGEANWISNTEVESA
VYTEVIENIVRQDNQFLGLRNLGATCYVNSLLQVWFFISDFRSAIYSYRNDFVRDKVIKVDLLTDKGFSLMGLDDNVDIE
SHYYEKINISKKISDSIKSSQAIHSSSQGRRSLLNNLYESVPEFVGNQEQILPALASICDYLQLIFAFLQFSKRRCDSCK
FISERNATFYELDLTVAGHSTLEKSFDDFFKLTTVFEKLRSRLSDNTCGHSYCDITILLQKEKLNGPNQYYCEVCQSKRD
ASRWIGVDSLPPVLNIQLLRFIYDRNTGQKKKLKSILHFPEVLDMTKYIRHAPTDTSFIYDIKAVLIHRGAGTQSGHYFT
HIKEDESKSWYVFNDEAVYQLSGKKLQIDEDSMESDDLSQSSKNPKPVKAGYHASRSAYMLVYTRRSSIGEYSSDLKENV
ILPRSIVKIISEDNVSIKNWINAVTEQMLSHTAAISNRAQEINRIYPSLSADTDQTYEWIPTEWLLEWLRKQDFNSPIDN
KTVLCNHKKLSPDSVSMVKRINQIYANELYKLYGGGPRLTREDMCKQCVEEKYRRIQFDTRLNNDWKFIKSTITKTLPTG
QTEFWIGKVSLRNWKGLTIKKFEKDISESSLKTTTENSEPAKEDAESDANLAADSATYDDEFEFNQDLLCEEHGNLTAEE
SNRQIVSEVVWLMLKYYFPEAASYPVGTPICHLCEEIAKARVEDEETLRLYAATEKKILSKIYSNKSRPSIEDEGEFYVI
PLSFVRKWRNFISYVNVTTEEWVNLLNFYGTTSETCKEIKITVKDRLCECFPPCCQICIDSLIERRATEIKTYRNARIYI
SKENPDDEKCIGPSHDECENIQKESRKRSITTISPLRRSKRCRPGEVAVTISSDETLRDLKLKVMTEFQVAPFDQHLHLN
GCELFDNDRTLGNSGILPDCRLTLKIDLPVEITEEPRGQLNG                                      
>Tadh_XP_002109065                                                              
MQIFTRVIDGRTITLQVTGDQTIQDVKNLIEGREGVLCDQQRLTYAGRTLEDYQLIAGCGIEEESTLDLTLNLLGGAKKR
KKKNYTTPKKNKHKKKKVKLAVLKYYRVDENGKITRLRRECPYEAGVFMANHFDRQYCGKCGATFVFTQEQQQEKAKSAK
GGKKK                                                                           
>Tadh_XP_002108679                                                              



MPSVEASQIETNGNGEQNIEEEPSKPVIGIIYPPPEVRNIVDKTASFVARNGLEFETRIRHNEANNPKFNFLNSNDPYHA
YYQHKLINFREGNSTTEPPKQQQSIQSQITETFIPKDPPPAPQFIAEPPSISAFDLDLVKLTALFVARNGRQFLTNLMSR
EHNNYQFDFLKPQHSLFQYFTKLVEQYTNVLIPPKDIVQKLKEDCRDSSNILDRVKYAVNWGKYKEEQRQKEEAEQDRER
IAFAQVDWHDFVVVETVPFKDDEKDNLPPPVTPEELGIRIIAQQRYEEEQRTTEVEMEVDEDDQESSPPPLPPTEADNAS
MPPPLPPVANAVVKKDYDPKSSKKLSESTTQYLISPLTGEKVPVDKMDEHMKYGLLDPEWRSDRDRSMKERMEQLAVYAV
GGDIGDHLKNLASRRTDIFGAADEETIIGKKIGEDEIAKAKDQKAIWDGHSGSMGSVTRAARANITTEDVEMAEKRAAGI
TREGEDNIGPTVTSKTTELSHLSNPTPTSSTNTLPRPPMSMPSLPRSLPPPPPPQSFAPGITPMQSNNTMRPTSLPFSHP
PPPGVPSHANPGNMPRVPMPPRHGFMLAPQPPPPGQGGFAPRPPSGMLRPRAEPTREPDKAEPLQKKLKADTDTGLTPEA
EFLARNPPFVTFKVQVPSLPEKNEWKLNGQMISFNLPLKDQISTIKTKIHESTGLPSGKQKLQIGTIFIKDSFSLAYYNV
TPATVIQLQLKERGGRKK                                                              
>Tadh_XP_002118320                                                              
MQIFVKTLTGKTITLEVEPSDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEPSDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VEPSDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPS
DTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN                       
>Tadh_XP_002117924                                                              
AMQIFVKTLTGKTITLEVEPSDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGVIE
PSLRILAQKYNCDKMICRK                                                             
>Tadh_XP_002117922                                                              
MFIYIKTSMGKLTRLIVDPSDTIEMVKMKYEFEVGIPSGKQRLVFGGLRLEDEHTLAYYGIQNGKIGHVSSPIEVE    
>Tadh_XP_002117483                                                              
MASPVGEAAETEIITIIVKWSGKEYPIDTVSLRNTVGHLKLAVEAKTGVLARRQKLLGLKYKAKPPADDVPLNQLNLKPN
CKIMMMGTREEALEEVINPSTDWGNNVVNDLEVEEEEEIAIENREIYLKKIKRRVAEYSVEEINPFRNGKKLLVLDIDYT
LFDHRSVADHPLQLMRPYLHQFLTAAYEDYDIVIWSATNMKWVQLKMKELGVLENSNYKIAFLLDNLAMISIQTEKRGVI
DVKPLGVIWGKYPRYHKGNTIMFDDVRSNFLMNPQSGLRIRPFREAHKNQQTDKELLKLKKYLKRIAKLDDFTELNHRRW
ER                                                                              
>Tadh_XP_002115524                                                              
MQVVVKSQSGNLLLLQGEANDTVRDLKEKLYYHVHNPPSQQRLIYRGKQLDDEKLLTSYSIANNALIRYLPVSKEEIRLN
CNLFTGQFLSLNVELDQSICHVKELLHQQTNIPMEKQRLLLANKQLKDTETLRCYGMQENDTINMVLKLPRRIPLHIKMN
HDKTITIEIESNSTVADIKEVVFINNNMPPNKQRLTYNGKVMLDSTTVDDYGLKNYDTIYMIHRRKSRNQAVIVQMENDQ
TLSVPAKEDSTIQEIKHLIEEQTNIPWRQQRLLHDDVLLNNSSTLADCQLQLPCQLQLFSSDILQIYIRLSVGKQLSLEV
LEMDKIYDIKGRIEDKEGISILQQTLRFKGKILKDQTTLKSCDIGSGSILQLKINVDDRNCCVM                
>Tadh_XP_002115253                                                              
MNPTCIAATLLDRSIPFIRQQFVFVALNLMIWDIFFMIRRQKLTLFTDCKETNTVLDLKKIIDGVTKVNPEDQRLFKGDE
ILDDSKLLSDCGFSTSTARAQEPAFLGLAFRGEDGEFEPLNIAPLTQPPDLPEVMKQRGEPSSDGNSDQTEK        
>Tadh_XP_002115134                                                              
MAEDQLLTHNHAMAIFRNSIAEMTKDSLLASLPNDVTIDEVNSLIALDYGLAMTVTVCKDSRERIAVIVPQTATIKQFKK
AFQRQTLLHLKRKGESRRINWKYYWKSYWLIYEGIKLEKDDSNLIDYGIGNGAMLTFAKRLQQKGRVKSYNAQL      
>Tadh_XP_002114581                                                              
NRPLQPMKMKWTAPTPMTDKQLKQKRQEFWETAPVYEGRREIWNALQAATQTDDLQLAQAIIDSANVILPTGSLASAYDE
LGNHYVLPEYCLSEPTNLISNNGSDEEDSNHLIPEKQDQNIDDIDDKFKFSIKLRLSSSKEEKLRVHNSQTILQAKRHLC
DIIGVEPHQQRWYFYGRKLEDKMKIEDSKLSNGYVVQVVTDGIQPPTPVA                              
>Tadh_XP_002114336                                                              
MIDPTSSETSSCSAATPAADISSTSTDALPRYKKNKCNQKIRLVILSTSGARLPFHVSCRETVDDLKGRIASRIGLPIDK
ISLVYKERNLTKGLLLANGVGSGSSIKLLTTIETGFKYDIAAWLNFFNLIEKHSNYKINLPRNWHSPCSTTPVRSLDCLS
DAQLTKKYRLNYSACQLAAKFMMD                                                        
>Tadh_XP_002114015                                                              
MADGGFLVSCLMYCNKVLNNGIRLVYTVRALKERIEKDRGDAFLADDLKLIYGGKLLSDDTIIEDVKINPKNFVVVMVAK
KQPSRQSSSTDSAAARSEAASTTTTTDVASSTSTTGGDSKAQEKSEAKTETSTPQSQPQQSGSSDSDAGSSLISGSSIEQ
IVSEIVSMGFPRDQVLLALRASFNNPHRAVEYLTTGIPANVLETQTAETPTATQSESQAEPQTQPQPQEEEDQQQRQQNP
LPSSPQGGPLGFLRSQAVFSQMRQIVQSNPEALAPMLQQLGQNNPQLLELIRNHQSEFMELMNEPITEGQPRIAPYQQQQ
QQQQPSRQSPGGPGLGSLGISVTQEEKEAIDRLKALGFDEGLVVQAYFACDKNENLAANFLLQQNDD             
>Tadh_XP_002113393                                                              
MIEIICNDRLGKKVRVKCNENDTIGDLKKLIAAQTGTKWDKIMLKKWYTIYKDHITVGDYEIRDGMNLELYYQ       
>Tadh_XP_002112018                                                              
MLIKVKTLTGKEIEIDIEPTDKVERIKERVEEKEGIPPQQQRLIFSGKQMNDEKTAAEYKIQGGSVLHLVLALRGGC   
>Tadh_XP_002111040                                                              
MAVIRFTFSSTACSYRFTKGVEVDLSEADLIFSCSIPWRKDLCAFKFIQQSIEINRLPDTPGNVQHEDMTAELFVSSLQL
HEDLHLKINLKDKVENLKIKISRHWDISIDYQNLVYKGQLLTDGNSLESYNIREKSTVYLLPKKQIVTTEETTVNVNELI
SKLRRAMLNPKVLEKISTAFDKPEVIQQVHSAIPGLRENTIAFNILVDKDLMRMLMDPSNLESVIKAHPVLGQAVLYVMK



ATGINVREIPLRDGASLRRQVHSNGGNSDDSNDDTYELSNPEQFPIGDVYDTFRPYGSGATIGATQTSESAAGTSQTQLV
TRQHLEAALASAFTSSSTQNDSAESLQSQRHETRDSPTTSSVDQEPNRITSDLLSQALDNALGSDRRNNTILQERSQERQ
KQIQILREMGIQDDALSLRALELTNGDINRAVNLILNGDI                                        
>Tadh_XP_002111012                                                              
MSSQGNKILDVIVKTPKEKQTISIHENATILEFKEAVSLQFGAPVDQLCLIFAGRILKDSETLSQHSIKDGLAVHLVIKS
GTKAQTATPSETTGTTTQNTPPMQQQSEGTQQQFPVNFGIDPSTFQNMHQYMQQQLTSNPDMLRQMMDNPMVQSMLNNPD
LMQQLIGSNPQMQQLMERNPELSHMLNNPEMMRQALEMARNPSMLQEMMRSQDRAMSNLESIPGGFNALRRMYSDIQEPM
MNAAQEMNEQMRSSYTNPGSNPFSSLLGGAGTQTQPQSQQPSSSPSSTPAGTSPVPNPWENRSTAPGSTSTGMFQSPGMQ
SMLQQLRENPQLMQDTLQSPFVQNMMTQMMNNPQLMQQMLANNPLFNNDPQLSEQIRENMPNILRQMQNPQMQQIISNPQ
AVQAMLQIQQGFQQLSHAVPSTGNTPGSTTSTTTGTNTTTSSGTGSTTTTTTSSTSPQQQEQFNQLMSQMMQAMTANNQQ
QQSNLQPEVRFRTQLEQLNAMGFVDQARNLQVLSATGGDINAAIEQLLR                               
>Tadh_XP_002110313                                                              
MDERKILIERIRKQLLKDDIKLWLPPYTKQGDESSHSLPEELIERYSSFLQISSKDVSEVLENLRSHALKKIQGNKRFQQ
HGIATLNIQVAKTGRNQKLTSTSTADKYDFQLDIHLSNDGKELRKSLMDKLDCRGESIKMISNGRLIEDGCNLTDQNIKH
NGRILVVKTAKLDNAEDNISTKISQARKVATTLSKRADDGKYEGHYMEIRDQNGVLIPLQSTTKKSLVIAMSLHELARSY
IDRKNYTEALPLLFEADKEFKYKTLIEVLSLFYSQCDADILNCVDNYANLCLDIVWCYMRIKCLDYLSDAELRLRKCAQC
FSQCYGQNMERLTAIKGCHSHEIALFARLHLLQGVVAYHKGDKSTCQRLLIQAENEMEKLMVKEESLTQLMVMGFSSVEA
RLGLRSSNGNVEKAIGYIMDRQRERKKRKEIEREERQKKRKRERLGKTVQGEWVNAELYDSLVSMGHDKELVAEALRQSE
NDIVLALQNLNMSYIYFSSKNSAKKNTVSKEALNQLTAMGFDAKKAKSCLLQHNGNIERAIDELSSQMPMSSGSSTDESD
LEKSALNNMDVTEDFDDGEDISEDDEDKEELEKSIETILPDLAKDEEDYLNLSLNEECEILQEYKILLASLK        
>Tadh_XP_002110217                                                              
MEESNGSGGGGSNCNEGACAAVDDAPTTLASIQELKDQATAGQEMISFRVVWKKKTFDVEFNLDQTIAQVKKHMEKLTEI
PATMQKLMYKGLTQDSKTLRELKVARNSKMMLVGSTVNDIIDVVKPVVMTPKDLVSHTGPKREPLCKQKQHKKILDKGKP
EGISPGDKRRRDPLPSTPISGMYNKHGSKVRLTFKLLINQLWIGTKEHTEKVPIASIRNVTSEPIEGDEDYHIMGLQLGP
TELSIYWLYWMPAQYVEAIKDTILGKWQIDQL                                                
>Tadh_XP_002110139                                                              
MAVIEGIDDEVLLSIGTVALFCAAVILWAVKSSNNHRITLPIPQATMTGQNSQWNSDEVDPNQSTDDLIRIPANHSQRQQ
NTQSTDHPMQSNLHDQPSTPSTGDTYHTNLFNNRDTQTHPSQIHQTPNTSTTTPAASYSTQPDTSLRSRSNNNQTQQNDP
NQTWTLTIVMLDQSRKVVSANPMATVGELKEIAFPQDLAAGASVRLIYRGYELRDSIRTLAAYHITNHSNIHAVRGFRQG
QQQSASQEQSQPQEESQELDLSKLFIPLLVLFIAFMWIVFFYNMEHFSGKAVIFLLAVTVVIMVTLAGTSGRVNVS    
>Tadh_XP_002109931                                                              
MKITIKTLDQKTREVDVTPEDTVSDLKLLLEKSTNIPAERQRLIYNARAIDDDRSLREFDGCTLHLVEKPKKRTSDSNTA
KEGSKAATTSQISTVLDLEKRAESVQEHYNAAFKLLDSQFPIPVVRLDLLQS                            
>Tadh_XP_002108284                                                              
MVTLVDYSIAKEIGALPDTQKLIYGGKLLRDGDTLTQALRQFKVGEKPIIHMVCSTLLTTDQKKNQKEIETSTEQQPTET
PSQLSLPTTANENQTISNDSLPTTANENQTISNASLPTTANESQTTSSDGLRNRMPGTNFPPQFPFASGTLGNWQFPSPV
DNQPVIRPAEVAHAAAAAASSAYWSYYYWYMYYNAVGNNRPSNVRYQSGYLIIQRLPIRRPVQNENAENVRNEGEQNLAD
NNSDARENESGDVNNANVNQELEPESPPSFMFVARSFIVSFFTSLIPQNPEAA                           
>Mlei_ML005313a                                                                 
MLINFKVIGGRTASLQTSDQTTILELKRELSQKLGITSVQITLIYKGTKLDNKKTIASYNITENSTVNVMISKLPVFELK
LREYFASVSGDPDKCINEFTKKYNEYLDSLNLNQIERVCENLAG                                    
>Mlei_ML005356a                                                                 
MYNVTVSYGAKKHQLTFDESPTSEDLSSKIEAATGVPFSHQKLIHKGKQISVGKSKLCELGVKPGSKIMLLGRQHSPQND
DMIQKINKVKSDAAHTKRKIGDLDGQLQGIRNGYMPDDLKAEALSKIHKQCIGCVEQYMKLLEHLDSLFVQMESQRESYQ
DLLKRCTKRKRYDNNKHVSELLPTLHQGNVLELYGGHVTGATTILSTVAMEYLLNNTSARVLYIDCDRGVSPHKFYNLLV
ALSPDSDVDGVLQRLLISHCCNIHDLLSVVNLVEKQFKLDADYADVVIIDNVLSFYWSPACDKTTLRDKIIPKLHSIKPN
CSLLLSWHPPVKQTDNILPTAWYKLVTRRLCLGNQANPRSMNEVGECCGQRHCVQFDIDVRSGRVNNVHRL         
>Mlei_ML01353a                                                                  
MKLTLKTLSKVTFEVEIDENLKVSDLKRKVEEVKGASYPSQNLKLIYAGKILEDEKAIKEYDISAFIVVMVSKPKPKPAA
QSTEQSTSSATTTPAPATTTPAPEPAQPVAAAAPPTTTPTTAPAATQPTSVDNMLVSGQEYATAVAEMEAMGFQKAEIER
AMAASFMNPHRAIDYLFNPSLMPAVPQAAPPSGDAAAPAPTPPTEATGGTQPAAESNSPAAGVGAGNLDFLRNQPQAIQA
NPQQFINLLQEAPGGGDAPANPQAAPPPGTVQITPAEKEAIDRIKALGFPEHLVVQAYFACDKNENLAAEFLFSENFQDD
NP                                                                              
>Mlei_ML01824a                                                                  
MQIFVQGTSTHAVNVQPETTVQDIRKRICSIEQVAYEDLCFHYAGLPLDDDVMLNEALPNLATIVASGKLLGGKVHGSLA
RAGKVKGQTPKVAKQEDKKKKKTGRCKRRIQYNRRFSTAVSQFGRKKGPNSNS                           
>Mlei_ML03874a                                                                  
MQIFVKTLTGKTITLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SMRALASKYNCEKMICRKCYARLHPRATNCRKRKCGHNSDLRVKKKLK                                
>Mlei_ML039724a                                                                 
MGNCLLRNRCPSSRNQPEEAKNQPVKSELPVWSAERSITTEQLMRKRAEFWDTSPAYEGRKEIWDALKAAAEALETGNRD
LAQAILDGASITLPSVRRTRLLLRLLPGFLSDCYDELGCRYVLPPYVLSRPTNIVTTKPEPSSEPVVPTSPVTMAPDMYL



KIRLSIGDATSDEKLPVNSLERIADVKERIRQNHNFGLSRIRMICCGKILNDKTAIKDAKIPKSFIVQVIVSTDLE    
>Mlei_ML050712a                                                                 
MLSNIPIIYNNVVSKVNASDKPSSICSDETGAVIRTLQKVLVDLEYSLHGVIDTTALVTSLQLPTTEQQDVVEFGELLFG
LLNNSIPSLQDTCKGKGSYITRCLTCGNVTTRSSDFTDLKLQVQPRNRTLAERIQQLSTVEILEGDNSYHCAQCNMLRRV
ERCFVVNQYPKTLQLQLLRFNYNTSTMQRTKDTSFVKFNDILTLFNLAGDSGHTSKTYKLSGIIIHVGETTQSGHYIAII
KRGDKWVTFNDDVVLELDKLDLKQYDLSSTRRPGCASGEHCSQSVYMLVYEDGSEEFVSLPIVSPVVLPQSSGSSTEESR
ITDFFSRTTPASSENTSPNQISTRSTNHAEPGGESSVVVGEKEGEVPPPSDILSATLAENLEFEQLRELLMEQRKDVRSN
KEVRVVAMRDACCRMSPENEASFVPLPSDMLKTWIETGIPQKLNPEDNLAQNTTTSTSPSSDEVQLLGETTESCLTKLLC
VHNKLPYHKLRQLKYVERDIISQIVDDGTKVLGSEVKFKSENCRGDNAVKTEGCDENNQQNCQVKIEDEVAEGTKTVIAE
GVPPEYDLKDAKKVEIQSKSLSLENLMLCEECVASDLRQHLYDLTLEDDFKRIGIVQNKDPEIGWWVVKDDFRNFKKIVR
QGGNFNKEINCRHSSLDPDPKRRKLVSFDVKTIVKKYFPEFPAPSYLEEPCQVCTDECDQEKLYISTILLHRRDLQRLLT
DGAFPYIPSLTPYVIPSSFIKYDLRPFYRKKIQDRIFLDNTVLICKHSLLASDALEHAAFVKESEWELLNDKFGPTTTIR
CDSADGAILYTPAVCRECVMLHDVFTDQVVYLREDKTAGKRGRRGDKVLHLSSHDTVRDVKIQICEKMAIAPSEQTLRTQ
NGKILDTGTMRELGIIPGSIIYLEYNHALLQEAEVFTSSTEQGFKGTVLSGL                            
>Mlei_ML08024a                                                                  
MSKNILMTEGLYLPAVSWLFIGILIVLLKKKLLPALSKTLHSKKRLESSTAGEANIPLSVNYHFTRKCNYECKFCFHQAK
TSYHLPLEEAKRGIVMLVEAGMKKINFSGGEPFIVERGRYVGELVRFCKHDLGMESVTLVSNGSLIRESWFREYGSYLDI
MAISCDSSEPETLKEIGRYAKRTEHLKQLQLIHDMCAKYEILFKINTVVCSANWHEDLSEMIETLDPVRWKVQFIVSNNP
SHTKSTYRGTTAKKLGIPVVDVSFLDSCMRESCLLEVDKFLVLSQEESFETGKIEWEYADDADFGDEVEENLREMLPICK
EILAEWDLLVNEDKTEFVRFYIADKTDVDEKGEPLRVIMIFHGVFQIQNELGVERRDEGNLGNGIYFSTAINDCCKYLDE
DHNTIFKCNVYFGDVFETTEFLKGRIRAPAGYDCVRGVPLSENPNSKFYSEEYCIFDITDIEIIELIACNIDMSDLSVDE
EFCKESDADSNASMDIDDSKISEILDGSCVSTPKVGLLVGGKEASLSGSLHVYSELTDLAARVTIVQSYASNEPSAKEAK
YLFPISDSSAVCGFEAYIGNKHVVGQVKKKEEARREYRAAVKAGHGAYLMEQEKPDLFSIALGNVPAGPVIIHIKILYVT
ELVIEDTEIVLSVPALTQGVGTDDKLTQITTDTTHVTCQDTPVNFTASLTMPFDIVKVYSPGRTIQLKKTDTVCSVKWSG
VLREEFSLRVSLAEIHRPRMWVEQSGRSEAAMLTFYPDIQLSEGVKMISLVIDCSRSLSQSWSDVIKLALCFLESLPRGC
VFNVFKLGTGYVELFPYHTAVTPEHKEIARNFIMELKPCESAANFYKVLSAYLTMKSELPGQFIHSFIFISDGLVTSPQL
TLDTARQFSYTDRILAAAVHSNGNKHFMQNLGEVSGGSFQMFDGAAKRKWPASIKKFLQICMEPGLTKVDLRWKVFGINK
EEIEQAPVRISSLFNKTRQTMYGFVPNCRAANLLAYVGDQELETLVSCADLNVTKGDTLHKLAAHALIQDYFKGNLREDQ
VEHERHFRERKEAITKLSISNSILCPLTSFIAVEEREEGEVVEKTIEVEEILESLWQDRLSYMAWEDQTSSEDQDGDIDM
KQEIETDIVTPSLSNMQEYGSAMSDPDSLPKIVYVTAKDGKSEPVSFLQSESLENVKRIIANERGIPAERIEFPEETSCT
ILSQLKWNNTTTPEISYSLSSYSGELYVKLINGKTVTLESESTMTIGELKQNIQEKEGIPSYQQRLLFAGKQLEDYRMLA
DYNIEKQSTLHLVLKLGPDPSPSYSGQVYVKTLTGKTVSLDSEGCMTVGELKQYIQDKEGIPPDQQRLIFAGKQLEDYRT
LSDYNIQKESTLHLVLRLRGGPDPAAPQYVPPQCAPLQCAPPPSAPYSMMSFSGGGGGGTYPEDDDETDEDESCDDDYHM
LKCETRDEECVGSSQASSESTSSDDYGSAQSSRSDSCTSLGSSTCTAENVTELACCMYSAPPSIDSVTRSSVKCDSESST
EYGYALFDDSPPLSDSSPPGIVHRKVFASPSDDVLRDTTDYSCAVDHSRSLLYDSIPLQRATPQAAMDSLYEDSVDVRLK
SSRGYGCAVEDSLFMLQSPIKAPHSLKKKKKPYIGSMPRVRECMAPPAAMDSVKSQPLCGTSDLLLLDVTPLTLSIEKDD
GTCVPVVHRNTTIPSRKTLDCITGGDYQTSVKVALYEGERSAARDNYLLGNVVLSDVPAFVQGIAKISVTVDLDANGIIH
LKVACEEKEETLVIGNSNGRLDREEIERIIKDAELCNDYISKENVPAEIPLPAMDKTSVQLSYSDVKENHSRPTIQDVIS
YYKNKYTNTVNSTLLKGKKKSIIEDDFYLRTFESWVASLRLFPQTVEIVYDILTCINNDNLKLYVECFVRQLLVKSGIGS
LGEEFQNKTTAHLIKLFFLPVPELFQFTLDFSSHIAPEEGVKSLIMELFEPSSILRRLEISNTVTSAILSFCTMADMLHP
EHNLLQQVLERLGRYYLYEILDKDGTSHIISFPSLPEDI                                         
>Mlei_ML096811a                                                                 
MQIFVKTLTGKTITLEVEPSDSIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPS
DSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDSIE
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGDNCP                         
>Mlei_ML104332a                                                                 
MDVYIMIRRKKTTILTDAKESSTVAELKTIIEGLLKCGVDDQRLLLDGLILEDAKTLSDSGITAKNAQAMNPVQLTLSIR
KDSGVMEGLMNAIDANRIHVLKYEKAEFQKKVYQILPLKSLKEATLKSGQSKGLTFHENFIKEVTRWFKEEFFKWVDCKP
CAVCGSPSQSGPPLQPTPEDLSAGATRVENHICTICGASQRFPRYNSPSKLLETREGRCGEWANCFTGICRALGYDARYV
YDTTDHVWTEIFSPHLDRWVHVDPCENAWDRPLIYEQGWKKKLSYVIAFSKDEVVDVTYRYTLDPNEIKPRRINEAAVQN
KIANCNKFSFRHSAEKKQLLTKRLAKEMTAILLKPGVGASEEYGGRESGSLAWRQSRGEGGTTSHDPEGDRVIRTGEVER
SFAVRYSPAADKYYISRDGGAEQVMSSFRSLAYKNENMFRKVEYDWNKVYLARNSHEKSSITWRVECNKPIKSAKITMLH
STFKQGKVAWTCDLDEETSSFQTQFADIDLSKLRGATAFSISAKMSSPGSQNNAWQHTQLFRTDLGGDETPFEIQLSF  
>Mlei_ML14121a                                                                  
MKFTVKTINSARYEFDVGDDETVENLKQMIHEKTKIDPSKQRLIFLGKVLQNNKKLSEYNVDGKVLHLVECQTPGSSSRS
TDQASSSSATPRSSSNDAPGRTTSTAAPPGRDQIMNSLGADANQMVGQIMRSLGVDASQASVTSQNLENGAVAVNFSVGG
GTNDQFDIQIINGTATLAGPSTTASTGTSTSTTASSNSQTTSTSNSQTTSSNGATPPTWGQRPATGSRPPGPPANLDRII
NHLRSVRDLMQHINCTAPEAQEVINNTLIAPCIRGQHTLGPTLEDGASPEEVQQRATSRDSLETYSHILIDMSDIMQELV



RYMNQYARLLHRDPPLTGGNLTHCQNLVDRMGSMFHEVSHAFHLLSDYSITLNTALPRRLWMAQLTGAHVVLSSREDGVP
QQLRQELARLRNQVGQMSGASGGTTTSTTSSSTSSSTFTTGNSTTTTTSSSATTTSAPPTGGNNGQPISISFDIPLGGNF
MQPGINPQAQFHQLLQAQLTNRAGQRPQGQGGQARPTFPGGNQPMPRPSLNCNSRHRYYTPVRCPVHQPSGSQGGPTRSG
HRHSHSHGPRHGHTHSHLPRPHSHGPTAPRTAPRSHPTETTNTTNNTADTNMSEPEVPQPEPARTTPVNPLSDLLMGMSG
GGESPEQMARYMNLAMQMMAGSQQNQPMSTHWPQIRALLMPTVTLPEHSSLGDLLRIVGSNYSFREFMNALSNNMLFDIL
YRPLRNHFTQSLFNNEAPDQMHVNIAVSEMLASDRNLILAFFDVRQESSEIDERSTFMAMVRELVNTIFRALYSPSRGDV
AAGFGSVFGRAFLRFLGLIIAYCRNVNPEDPRNRLTNQMSGFLQTMVPFQSISRDELFDNYVVMRGSDDTEDEEFVDAED
DTTMEEDTPNAAQSMEVDETEKEASSSSSVRKAETPDKPSPSRSTNDQIPDDIIERARNGPSVQVETAEIPNEWKRVIEE
DTAKLENVTFQPLSDGYLTSLPAKRRKTEQKPSSSNPDELLKDLLAGSVPQNGDVDLSQDPELSEMFRAKLKDDIKKKVR
DNDDVNDDQFPCTSNLKKS                                                             
>Mlei_ML148532a                                                                 
MQIFVKTLTGKTITLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAKKR
KKKQYTTPKKNKHKKKKVKLPVLKFYKVDEHGKVTRLRRECPGEACGAGVFMACHPDRQYCGKCGLTFVCQKQ       
>Mlei_ML148542a                                                                 
MESGTGEPLITVHIKTPKNKETVQTAPNATVKQFKELVSQKFNAQPDKICLIFSGKILKDDETLDKLDIKDGLTVLSAMM
QIQQGMQRLTNAAPGLLPGMGINPMGGTARPPPAPGNMPNNAYNMQHLMSQMVSSLNSGQPGGGVRAAPPNPEVAYQAQL
QQLTQMGFVDAHANLQALISTNGDLNSAIERLLQQRDQMT                                        
>Mlei_ML165815a                                                                 
MLIKVKTLTGKEIEVDIEPQDKVVRIKERLEEKEGIPPEQQRLIFSGKQMNDEKTANDYKVKGGSVLHLVLALRGGF   
>Mlei_ML189311a                                                                 
MAINWTYLILEVIIFWATLDMDDDMHVFVKFNSSTVPISVNSSSTVHDIRKEISKTNNIKTGEVRIIFAGKELHDHQKLK
VPKYSVQNYCRVSTNASDQSDKSSVPTYFVLCRRVCGAVKPGKLRIRCVGCREDKIIVTKEPQQWSDILQKGVIQGVCHT
QGCRGPQPEFYFKCRGHEGQDHDHVVPLPLVRNNFLKVSCMTCLDDDSNPILVFPCPSNHAMCVSCFESYCLHQLNSRQF
VEHESAGYTLSCP                                                                   
>Mlei_ML21762a                                                                  
MNIVVTSPNGDFYSLEVSSDLELENLLVLVSVESGKPADQIQLSLNGIPLLDKKKTLTQYNVKDGDMMLMTTSNNPSRPP
SSQPRPPSQPAPSAGSLFGGTGIDWSAIQVPGAAVRPPPVDECEQLRQELINDPYQMSILRERDPTFAAAVSDKDQFKKV
YSERQDLIRKRKREEEMLLSGDPMDPEYQKKLYEMLQGKQIEENLSTAMEEHPESFGQVIMLYIDCEVNGHKVKAFVDSG
AQMTLISSACAERVNVSRLVDKRFQGVAKGVGTQKILGRVHLLPLKIGEDHFPCTFSVLEHQPMDMLLGLDMLKRHQCVI
DLKDNCLRIGTTGTTAPFLAEKDIPKSAEDSEPSGSVPGSSSSTATGDTTTPVSDENVSKLVDMGFTPEQSRKALGLCGN
NVDLAASLLFEKGGQV                                                                
>Mlei_ML221326a                                                                 
MLQQQLLTQQIARQQAAHQQAAHMQLAGQLLSQQQAAVAAAEEHANKRIRLEEPALQPAEQWKARFAGGPINVKVIMPTQ
DHGDIKLNGQVVPVEVTLDDTVAKIKSKVTEVIGLSAGKQKILSPSGMVLKDTNTLAYYNIPPEANLTLRIKERGGKGK 
>Mlei_ML258243a                                                                 
MISVKIKWSGSEYPLEQIPLSTTVKELKDLIKEHTGVLPVRQKLCGISLKGKPPPDECLLSDLKLKNNQKIMMMGTREEV
ITEATTAPENMPEVMDDFEVPEEVMLRISERPENLDKVANRVQKYEFKKKFNDFREGKKLLVLDIDYTLFDHKSCAERGE
ELMRPGLHEFLSVVYSEYDIVIWSATSMKWIEAKMAELGVLKNPSFKIAMFVDDGAMITVQDEEGHVVRCKPLGVLWGKF
PQFSAKNSVIFDDVRHNFLMAPKSGLKIRAYRKAHKNRGTDRELLKLARYLMLIADKDFTTLNHDRWERYCEKHGVTFDD
LLVNDS                                                                          
>Mlei_ML33725a                                                                  
MSDPVAGSTAPTSDAAPAPDAALTPDAEPTPPIIDAKLLANELVKNLESPAVESQITPAVDPGPEIKFKLVYNKTNYEIV
MGENRTVRELKDHIESLTKLPRSMQKLMFKGLVKDDTKTLKELKVVKNSKMMLVGTTMSDLVAVTTKPSSAEIAANTSSV
TKKEALSKQKIHQKVLDKGKPEDAMPGIAGVKQPLPPHPLNGMVNKTGGKVRLTFKLEEDSLWIGTKARTEKISMSNIKN
VVSEKIESDPNYHIMGIQLGPTELSIYWIYWVPAQYVDAVKDTILGKWQTFL                            
>Mlei_ML43438a                                                                  
MWINVRTFCGTKSERFDGLSKLTTIDILRQKIQEKFDVPSSEQKLFYRGKLLVDQHTLFDYNVQINDTIQLMIVKKPVES
ESEVETDTKSTEPVCEDCTGLYGIGEEVDVLDPGTCAWFEGVVRRCYKETRHTDTQLYYTVQLDGYEECDNMDVKPEEIR
PRSFYVYPLSELKPELNCMVNYNLDSPSERGFWYDAQISSVVKKKGKYSVSAKIMLGAVPAEVVLPFPDDVFRVESRENS
VVIDTVSNNIAKRKSAPQCAHCQDNKRKKCKYCACSVCGNKDNPGQILLCDECDCAFHLYCLDPPLESVPSEEDWYCSNC
KNDATEIVQAGEGLKTKKKSRAPASNSNRDWGKGMACQGRSKICTIVPQDHVGPVPGIPVGSMWKYRLQVSEVGVHRPHV
AGIHGRENDGAYSIVLSGGYEDDKDFGEEFKYTGSGGRDLSGNKRTAEQSCDQKLTKMNLALARCCAAPLDIKKGAEADD
WKKGRQIRVVRNCKLAKHSKYAPKEGNRYDGIYKLVKYWPEKGQSGFLVWRYLLRRDDPAPAPWTKEGQEMTEKLGLKLI
FPEGYLDDKENKPDNKKKRKRNSGVLEESSPNKKSNNDLSAELKKLIKSDTANRKQWDDLLSDPSNWHDKVTEQFSCIIC
TDLVHEPVTTPCSHNMCHKCISRSFKAEVFTCPNCRYDLGKTYSIKVNKNLQSVLLDIFPGYDSGR              
>Ocar_g1233_t1                                                                  
MDEVGDEIKPEAEACATAAAVAADGPEKELEKENDSEGGSFEEVSLKVVYRKTTFQVTRSLGSTVGELKAHLQDLTGVPS
GMMKLMYKGSLNDDARLLKDVNLFNGAKMMVVGSTANDLLKAVPVKPEQGKHAETSRIGVGKEPLSTQKPHSKIISKGIP
ADAMKGNKRRQERLPAASLSGMVNKDGNKVRLTFKLELDQIWLETKERTQKVNMPSIYSIVSEPISGHEDYHMMAFQFGP
TEQSRYWIYWIPAQYMKALKDTVLGAFPL                                                   
>Ocar_g2506_t1                                                                  
MIKAYIFRFDSRSEKWNALGERRLCRLQLLRHRYENKTRFRLVARSEGSFATAVEPLLQTEIDLRSKVSLIQEGFLQIIV



GDVFYGLKFDKPDDAELLKLQLDQAIGPAEDDLPLPLPEHDLPPPRPARSSPSFASIQPLGSDARQQPVPSQRRFDDRGA
PAPRPLARPKPVKSTSSMDESMIDSLREAIMKGDANVAKALVIRLADQKASLNIELLKGEAASAQALKKSRLKVMVEDRE
TAGGSFHVETSFNSTVRALKNKVYVMLNIPPQVQCWFYNQVLLKDDDRLNAKGIEADSVINLYLLSAKSVGLTKEGLQGQ
QRQKAQSLGIPHPHTQQDGRRPMESSPPIRPRAARPQTVTELKHPLADQLPNEFMRHKPFYDVDDNFATAHAVPVEIKPK
SQKDVGWPCGDCTFINKPTRPGCEVCGCARPENYKVPENYTPPEDEKWRITEEERQQTLLHEAEEAQKRQAVQERKKNLK
DLMHAADQDLIPSEEEFECPICFLDIEPGKGVRLRECLHLFCKDCLAEHVRSRNDPDIRCPYTDDNYECNEPLTEREMRR
LITEEELRRLHSRGIDVALGEMGNSFYCRTPDCLGRCIYDDDVNDFDCPVCKKRNCLLCKAIHHPEMNCKEYQDDLKRKA
ANDVAARATQEMLDKMVQSGDAMHCPKCAVIVQKKDGCDWIRCSMCKTEICWATKGRRWGPKVGPGFIDKS         
>Ocar_g2579_t1                                                                  
TLSDYNIQKESTVHLLRLRGMQIFVKILTGKTITLEVQASNTIENVKAKIQHKEGIPPDQQRLVFAGKQLEDGRTLSDYN
IQKESTLHLLRLRDGILIFVKTITAMKESKVQKDESLIAEGFKLACDHLVPRLQQIEQKVQQAFMQVRQEMEEKMQQEMK
GMRQEMKEMQQKLEKEVQRQLAGRTFQDGSPKLDGVITPQIMRLAANDWSEGKVCPFGRLLLDVTDAKVENIIAGKSTPD
EKTYAILEAWYNQDGRNATVGKLLEVCNDPVIGMGGAVEMALKRAGLI                                
>Ocar_g3221_t1                                                                  
MEVTVKTLDSKVHSFNDLSEDISVKQFKEKIAPTVEVAASSQRLIFQGKVLKDERPLKEFGVAGKVIHLVERAPPPSVQN
PGRSTGGESSPRQQSEQSEQQQQQRQDQMPHLHHHHHHHHHRRAEGMAGLFESLQLPSGMVNVTQSIMQGLVGSFGSSSS
SQPQADGHSLNVQIDMSRQRGERPSSVRTIC                                                 
>Ocar_g3644_t1                                                                  
MSDLAMRIFVKTLAGKTIALEFCSSDTIGDVKVKIHGEGGPPPDEQLLRFDGVELEDGCTLDECAIQSDSTLYLLLQQSD
MQICVKTCVKTRADKTIALEVKASDTIENVKAKVLGMEGLPPGGLSVIFAGMELQNGILIFVKNFLTDVIIPVEVDTSDT
ILKVKAKVQDIVGISRDRQLLIFAGKVLHNDSTLVQADFVRLLTGETVELKVEANVTIDSVKAKMQDKTGIPQHQQLLRF
GGKQLTDDCSLCDYNIQNESTLYLKPLEQSVMKIFVKSSLNGKTLALEVEASDTIEKVKARIEDKKGIPLFLLYDTIEKV
KAKLEDKKGIPRDQQRLIWAHKELEDSLPLKHYNIHYKSTLLLVILPDQRMVIFVRTLTGGTINLEVDASDSIEIVKAKI
QDKEGTSLHQQQLTFAGKELEDGRTLKDFNIQNKSTIYLRSKQNEWHGKESRAREDYDLASDDLFPSLVAEVTQSFLSQD
KPKGQETYQSRQEIQQQIEQQVMQRLAQMQQEMQEGMQQKVEEEVQRQLERALLDKSPPYDSQRVVTPEIMDIVSRRGRE
GKVFPFGRLLLNVTDAGVENAITEKKTPYDKTYAILEAWFNRDGRGATLDRLLKVCHNPGIGIGGAIEMDLRKEGLL   
>Ocar_g3645_t1                                                                  
LEVEASDTIESIKAKILVKTGIPLHQQLLRFGGKQLVDGCSLCEYNIQNESTLYLVPLGQTGMTIFVKYLNGKTIGLEVE
ASDTVATVKAKIEDKKGIPRDQQRLFSTPDELEDNLTLKHYNIHYKSTLLLVLLPQQR                      
>Ocar_g4386_t1                                                                  
MAIHRVSLYNNGYGVFERKAVVSGRGAIELYFRETDMKDVLQSLTFRSGKEGRSGLGNVSYESSRPQALIQLRSSNPLVD
LCQVLDHGMQSCRRAALLTHLLRVSRSLFQSLKVKELGFYEGLQVGEWKSSYRVVFSDSPAHFKLEGFAIIKNSQEEDWT
NVELTLVVGAPLLASSSTGSGPSANKGSIELQIKELVGTSFYVRADPRTTVDEVKGKIKEKKGIEVEKQKLIFAGKELES
GRTLSDYNIASGGVINLVTRSGHTSRPQNRQPQRQFVMAAEDNLSFYPIALPVTVKRKQSAIVPLLQTELVGHKVVLYDE
TIRKGNPLCAILFENTTGRTLDGGSVQVMNESRFLGDGSFQTLHPGDESPPIPYAVDLSCEVMVDYNVSVLKVHRVKIEN
GTAKFYRKRRQRTMYRICNKSGRELDFMLNHPFLDGWELMQKHTEEEEAIDITDKFYQFRFTVPRKIEKKLFNVREGTQD
EKSVDMHFLEAEKVVEWLEKGIVDQQTAGAIQKTVAMRGEIGKISKTIYEKESEVREVKETQERLRENIQALKNFEKDSA
KYVKSLSAEEDKLKALYASIKALRQEKSGLEKKRKETVNKIEFSLDVKYSEGENEQ                        
>Ocar_g4843_t1                                                                  
MIEITCNDRLGKKVRVKCNPDDTVGDLKKLVAAQTGTRWDKIVLKKWYTIYKDHITLEDYEIHDGMNLELYYQ       
>Ocar_g5370_t1                                                                  
MGGILPRREVTPLKENVAETIASAKAKIQDKKGIALGRRSLRKISRDGPTVSDYNIKRDPMLHLVPRLRCMQIFVETVTG
KIITLKVNVGSTIGEVKAKLQDKMGIPPNRQRLVFAGKELEEGHTLIAYSIKKESTLYFVPLHYEPSMPIFVKTLTGKTI
TLEVEASDTIENVKSTTTLKERTRCIWCFGLEAVSMQIFVKTLTGKTITLEVEASDTIEIVKAKIQEKEGIPPDQQVLRA
TGRWSHCQSLQHSKRGHVAFVMQIFVKTSTDKKITLEVDACNTIENVKCKIQNKEGIPPDQQRLIFAGEQLEDGRTLGDY
NITEEDTLRLVLCLRVTQIFVKTETGKKITLEMEAHDTIGNAKCKIEDEEGIPSDQQRLIFAGKQLEDDHSLCEYNIQEE
STLHLELCLGSGLKEKEVQIEESLIPECHTLLAQFNETRQEIAKTSQLQIDRFRRQIGRFRRQIGRFQLLIGQFQRKIGR
FQLLIGRFQRQIGQFQLQISQFQLQISQFQLQISQFQLQIDPFHQQIKQRVQQELMPVRQEEIQQKIKKKVQHQGLVRIN
LKLDRVVTPQIMHLVANNVQEKKVFPFGRRLLNVTDVKVENIIAEKVAPDEKTYSILQAWYNRDGRKATMGRLLEVCNGI
DIRGAVEVDLERAGLI                                                                
>Ocar_g5372_t1                                                                  
MQIFVKNLAGRTVSLEVQCTDSIEEVKAKVQYQLAIPSGQQQLIFAGKQLEDGLIVSDYNIRREATLYAALRPRNGMLIY
VKDLTSKTITVEVEPTDTIENVKAKVQDKKGIPPDQQRLIFAGKQLEDGRALGDYNIQKESTLHLLLRLRGGMQIFVKTL
TGKTVTVEVEASDTIEIVKAKIQEKEGIPPDQQVLRFSGKRLKDACTLGDYKIPKEAILCLQLKKQVQKKKSLILKGEDV
ITPKIMHFVSRYGRDGRVYPLGRLLLGATNAEVENITTGKATPYDKTYAILEAWYMRDGCNATMKELLKVCDDRVIGIGG
AVKMDLRMEGLLSDQ                                                                 
>Ocar_g5373_t1                                                                  
MQIFVKTLTGTTIVLEVEASDISRRVKEKIQQKEGIPPGQQRLIFSGKELEDGRSLSYYNIQRESILHLVLQRSMLIFVT
WKSKIIALKMEPSDTVIKVKEKIQDKENIPPAQQRLIFAGRQLDDDRTLSDYKIQDESTLHLARVSTFVKTLPDDDDGDD
DDDDVLLTQRKTLQPDFVITEKEKKDLFKLLSEFTKFLNEENNENTVKLSQKCAKLFRKWLLLMKLKIELSQQKNYLTHH
YNWAGYLKI                                                                       
>Ocar_g5374_t1                                                                  



MQITVKTSTGFINLKVNSRDTIRDVKAKIEGKEGIPQDQQRLIFAEKQLQDGFIVNDYGIANESTLRLVLCLEDESRVRE
DENELLTLQTEDRSLDQETYQCQQEIEQQPVLQLKQEVSQLKEEISQLKEEVSHLKCQLEKMTLQENSPSRDGKRVVTLE
IMELVSKQGPREKMYALLEAWYKRDGHDATLEKLLEVCRRPGIDIGGAVEADLRKGGLLQ                    
>Ocar_g5375_t1                                                                  
MQIFVRTEAGGTIVLEVEASDTIKMVKAKIQDEEALKDGCTLDECAVQSDSTLYLVLLQELGMQIFVKTRTGKTIALEVK
ASDTILRVKEKILVIQPEAQGHSLVFVGKSLEDGRTVNDCGISNESTLHLKYFIRVNHIFVKTETGKTISLMPVGSNDTI
AAVKAKIQNKEGIQPDQQQLIFAGKQLEDDRTLSDYNVQTESTLLLVPMTDVHLFVKTSAGKVIGLDVRLLDTIETVKAR
IHRKERISLFLLELRFAGKQLEGGFTVIECNIESGSTLDLVCHLKRGMLVSLKTQTGTTVPLELRRTDTIEYVNQNTKEG
RHTTRQAAAEI                                                                     
>Ocar_g5585_t1                                                                  
MLRKRLRRSAEAAAVHKAAKQKLNDEEEERRLETLVFGNEEELIAKFATKEPESEDEETPALLAERKPAWIDEDDKKETQ
KRLRKLRVAADETEVDGVTFSSRLRTQFERLAGAPSWADLSTQKPVLDSEDELLRRSGKLLASESDHLPQRKIDIKQMKH
ANQAKLAKAVVQTLEFHPSNHILLVGGFHKTIDLFQIDGRDNPHIQGIHFEHFPIHCAHFTPNGHQIIASSRRREFYVYD
LLAGKATCIPGIRGRKERTWEQFVMSPDGQYLAFLGKDGYIILTKQWIANLKMNGTVTAVAFSPDGSFLLSHGSDGIVYV
WDMATRDCVNTFVDDGCVCGKSLAVSGSNQFVACGSDSGVVNIYDSKCFQLHRPKQIKAVMNLTTSIKETKFNHTSEMLG
ISSKSIEGAFRLLHMPSLTVFSNWPASTSLNYVNAFDFSQHSGYLAIGARVKDSLAIRSRFAAQRDIEYRVVRAVLGEGI
RGRHPPLLFVCSSIAGMDIFVETLTGTVFELHVSLFETINGVKEKLQRMESIPVPSQHLIYRGYELDNEVYLQDCGITNG
STIRLVISMRGGPINTTRRGFSTGTSFADDPSFREMAKYVEANPEEIFDKIPRPKSSGSRQVTLLVFRDGDQLNFFRVYD
RGDGTLSPLSDASSCGDDDSNIDEEDGDGGDYEPISVEKILENEAMLRRLTALKRKMLLRKCAGSHAVSTPVPPPKPKPK
EKTTTTSSIEPRPPPTPKSKATKTWKSSRGPRKYVLSNAEAEASGSTLASELSALSSALLPSLPVIGSQVSPPAPRRKLL
QPILHKDDYRDSGASRLSQRSRTDLVSQERLSFRCGTIGRHCSQTMAPPVMHLPPIRGLVPKKGTGPSSTTRSRCSVCQK
KTTLVTSFSCRCGRNFCPIHRYAEMHNCTFDYKAEGRQFLKQANPVVQAPKLPKI                         
>Ocar_g5670_t1                                                                  
MQIFVKTLTGKTITLEVEASDSIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEASDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQVFVKTL
TGKTITLEVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ           
>Ocar_g5889_t1                                                                  
MWISVKTSTKESFSLEVKSTDTIEEVKAKLQDLLAIPSDEQLLFFAGKVLQDEFSIGMLIFVKSLTGKTITLEVDASDTI
EKVKAEIQDQEGIPPSQQRLIFAGEQLEDSRTLNDYNIHNQSVLHLVLRLRNGMQIFVKAETGITLSLEVVASDTIENVK
AKIQDKEGTPPDWQRLIFGLKELEDCCCLSDCNVQKGSTLHLVSCFRGIQILWSLQGAKTLLFKWTPVTPLNTSKEKYKT
SLEVVDSYTIEHVKRMIVYKEEYFQPRYALQLIFAGKELQDGRTLSDYNVKKESTLHPSFHLRYLRGLQRSLFVKMLAGK
TIHLDVQYDATIYQVKQMIEDNEGILPGEQTLITFGKILEDYLTLNFGADFDKQSLSFESLFFYNHSKHQRNNAFEGGYP
KPAITEIFWETTARLLHSQRLQRSEQLNVVSCAFSTITXXXXXKIMTVEEEASDTIKDIKAKIQDEEGIPAQQQRLIFAG
KKLEDGFTLGDYGIARESTLSLVVRPKGTLVGI                                               
>Ocar_g6192_t1                                                                  
MQIFATTLTGETIILKGVHSSDTIGNIKVKILGKKGIPPEQQFLKFAEKELEDGHILKAVLYNFPAAPSGLGPYIIVRTL
TGNTVTLEGAYPSDTIENMKAKIQVLEGTPPDHYYLQFAGKKLEERHTLRGCLLQIFLCMEFGREGTIILKKIKPIETIR
NIITKAADREAVPLEQRQLLRLRYCGKMLEDSRTLRDYSVGDEATLHLIIVGMRIFVKTSASKTTALE            
>Ocar_g6377_t1                                                                  
MCVRLNLCKDAFALASCRNQESMSSRLHLLNLEQNSIEDWSEVMKLACLPCLQTLILNGNSLSSLDLPGDTSFPLLRSLS
LSSNKVSEWDSVNNLRALKSLKELRFRHNPLDACLTLECPEDPAKKKITKKLPSSMTILKLKALIYRLYKVAASEQRLSY
LDQKGREYEMTQGLSTLSFYSVQSGDTVLVRWHQTAMPFGNAFQLK                                  
>Ocar_g8071_t1                                                                  
MAGAQVDVYVKLTSGRVIPLKVLSTDTVASLCTHISGADKSIPASRISLKYLDKKLDKSKTVGEYGIGKETILKVEVLVS
RTLNLFIKIDDGKAIPLTIESTRTVSQLKSAIEDQEGVERSRQKLFLGATELRSALSTLEEAGIGQEAVLKLKTAPAAVA
VAAKSAEPDRAPEMDQERQQEILESFVSGVASSSKPVEVVFSFDTTGSMYSCLDQVRTKLRESVKRLIQDIPYIRIGVIA
HGDYCDQSSKYVIRHQDLTADVDKLVKFVKDVPSTGGGDCPECYEWVLRRAQQLSWQQDSAKALVVIGDATPHPPSYTDQ
SIYWRNELDELVQRGIKVYGALNQTESTPFYEELAEQSGGAYISFSHFHLITDMFLAVCYKEASDEQFQAYQLELETEGK
MTEELGDIFEAIKKDPENTKMEEKKEERKKKRRNVSSPWWDAQNDHGSPQYFYDAKRDYWKTSKSEHKAIKGPSFSPTTS
SSLKYSKPVKAKRAPISPYSGSSSSVPEMKLVLVGTGGVGKSSLTIQFVQGMFMEEYDPTVEDSYRKSYVIGGKPVLFDI
LDTAGSDEFSGFSGISDVWYRCAKGFLIVYSISDRASFDAVEGYWERICRAKDAEDVPCVLVGNKSDLTGDVRQVSKKEG
EALASRLGVLFCESSAKFKVTTEPAFEMVAERVLVQEAKEKKKTKRRRKGSSKTRCSIM                     
>Ocar_g9742_t1                                                                  
MWVKVRYVNGKGDRDYIIGQLSRITKICQLKAKLKDKFNAQPEDQRLFFGGKQLNDRNTLFDYRIGRNDLIQLVIRQKDE
VKPEISSPSPKKDLSESKHQGINGDIPDDVAALPSLPALEEEEEGNCRSVDVDSTLYKIGDWLEARNASTGAWYDSRVIR
ITKEIPLEDGPSSFEKASDDDGMENYFYHVQYHKFDSTGIFKVTSKHLRPKCKTVLQWSQLSPGQRVMANYNPDQPKELG
DWYEVEITRKVEDGEYKELYCQLILSENEGMTEECQLAALSCIYKIEATPDTSEVEYDGSCGPSQRVPDCPHCRDDPDES
CRYCGCDKCGDKHFPDKLLLCDECDDAYHIWCLVPELKEVPDGDEWFCPQCRNDSSKVVNPGQSVQTRNLRKPSTSSRDW
GRGMACVGREKICKIVPPNHFGAVPGVPVGTQWKFRLQASECGVHRPHVAGIHGRDAEGAFSIVLAGGYEDDVDEGEKFT
YTGSGGRDLSGNKRTASQSCDQRLTKTNKALALNCDAKIDEKGAKAKNWKDGKPVRVIRSYKLGKNCKYAPKEGIRYDGT
YKVVKYWPEKGKAGFLVWRYLLQRDDESPAPWTEEGKKLTKKLGLKIQYPDGYLEAQKNKASEKKTKDEEKKRGKKRKGS
DRKEGEDEEKKSGKKRKGSDRKEGEDETSEANEAKRPLHELTDQQMKLIKADKLNKKQWDGLLSISSGELLEQIQEQLTC



VCCQDIVYEPVTTECKHNICKECLKRSFMAGVYNCPVCRRALQALFPSYGVGV                           
>Ocar_g10737_t1                                                                 
MQIFVKAQETHVVDVDPTMTVGDLKNAIGSAEELPIGDLLLTYSGRPLEDDEVLCGVLAENAGVDVTLRIPGGKVHGSLA
RAGKVRGQTPKVDKQEKKKKKTGRAKRRMQYNRRFVNVVAGFGRRRGPNSNQ                            
>Ocar_g10986_t1                                                                 
MEVDIDGRRVRVDPKAPITVKTIKEALEEREGIAVEALRLLRGRTLLHDDDEVLQNHSKQGHSASLSINFSLYGGGADGG
GEEKYEQGSVLPPGLPQNPRLWTRQQVVQWVQYCAGRYHVQNLDLTKFHMNGRALCLMKESGFRYRVPEKGSELYSEFQH
VLVTGSANAAEGLN                                                                  
>Ocar_g11109_t1                                                                 
MKFFILYGKKVTTVEVAEASAVGRLKALLREKYDLYDVDKSGNKTLVLSFNSTPLQDDWILSDIGIPSGSTLHFYVADDK
APSLLIFCAFSNEKVALYEIHVGRARVSQLKRLVMSRTGVPCSVFRLLYEESQLFDCHDLDHYGIIRGSIVRMETWDGWN
AFLNAARKGQSKQVVENLFPDNPETAEYQRRVALFIAAHFGHTDLAATMLKMGAHSDRPVGEHPARRWCADRADWLYYTA
PIHQAAINGHLPVLRLFVRHNNSCVAARDGNGTTPLRLAMVHNQLDCVAYLKQQCWRKGANEDGKGK             
>Ocar_g11146_t1                                                                 
MPANSDSGRSPDLWQLFVKGIEGKTSSFDVHQDASVIEFMKLVQKKTLIPPEEQILIHGGKQLEQGKQLKDYHAIGNNAT
LFMVLRLLGGATEPQSIPGKVLDEGLELTDEPDMITWDDDVGGQRAKMHCGHAIGPDSLTAFCRSVLDVGRYRFFCPYMS
DASVYCGKEWAYVEVRRLAVLSDDEQKHFETKISENYINKAMGVQQCPQCQTYCARARPEDKRVVCGVCSRKPGASSFHF
CWHCLHEWRNDGTKKCGNDECTGEDHRIRILRNAPDKSVVGVMCPSRRACPNCGMLIEHQDKCKQMKCLCGKEFCFICLK
EKGNGKWQCGRYNAKCTPAERQKNIPGG                                                    
>Aque_XP_003387634                                                              
MPEIVEQQPQDDGGEGEKKKESKAVVGIIYPPPEVRNIVDKTADFVARNGPEFEGRIRLNEANNTKFNFLNFGDPYHAYY
QHKIKEIKEGVSQEASMETSKAAPRPTVQPVTIVTEPEIPKEPPPEWEFMAEPPAISRRHLDIVKLTAQFVARNGAHFMD
QLMMREQKNETFDFLRRNHILFSYFTKLVEQYSKVLMPSYSQTEKLRQLAEHPLGLMDQVNTRVVWQQYQDREKRKAEEQ
AEKERVEYAQIDWHDFIIVETINFRESEAGYLPPPIQPSQLAARLLQQQKYDRQEEENNEVEEIEMEVEEQAMEEEAPSI
ESQSTVATPSLPPSVPALPSGTSNVKIRKDYNPKASAATTSQQLLVSPITGEKVPADKLEEHMRHALLDPRWVDVRKKKI
EDRQQEEEVFAEGLNIASNIRHLAKKRTDIFGMEETVIGQEIGEEPQSRQPASLQWDGYTASVEKTKQLAQLAVAKGGPI
TQSDPDMEKIGPRVPGSNPIPSPVPPPKQIIREIPKPPPVIDQLPKPLLPTPPPMQGFIPAPAMIPHPMPHPFIHPAPPV
EPPAAKKPKSDIDNLIPENQFIASHPGPVTFTVLVPNVGERSEWPLNGQNLSISLPITDPVSVIKSKIADELGMPPGKQK
LQIGTLFIKDSNTLGFYNVTSETVVLLGLKERGGRKK                                           
>Aque_XP_003391859                                                              
MAVASSSSAHLQLVAAALTSLIPGSKVITKDDPLYKTLKDPKPLTYQVMSQNVIVETRPEPDPGLVIPINEASSTATPEK
NSITITVQFLNGQSHKFSVDPRATVYGLKWSIFKSKGFDEYSQYDVNNIVLTFGRKELNDDDHLLTDCGIKNGSTVQFAV
KLRGAGGPTILVFNEDSLDPQFDHDFTNERDTGRVYHRGQSQGFLGFFKHDYPYKRPYGWYRIALKVKGKYPPDDTWLGT
LVAGSERTESSKGEWPVSYHGTGREEAKGIAVEGYDSKRWREKCYHGKGHYSTPDIEVAAKYYTKPFDQNGKKYEVVMQN
RVNLSPGHTIIIPKEKTRAGAEYYLTYSSDDLRPYGICIREVKEDSSD                                
>Aque_XP_003391726                                                              
MAVASSSSNDRLELVAAALTSLIPGSKVITKDDPLYTTLEDPKPLTYQLLSKNVIVESRPEPEPGLVEPFEETELDWEEI
KNQTSRRSRLIATPTEKFIMTVKFLNGQSYKFQVDPRATVYALKWSIFKSKGFDEYSQYDVNNIVLTFEGTELNDDDQLL
TDYGIQYMSTVTAAVKLRGGAGPDIFVLNEEFMDPGYDFDFTDIDDSGTEFKRGGHVYKRPCGWNRLAIKVNGKFENDDW
LGCSGLDNEWPVSYHGTAKEGAEGITKKGYDETKLIRDLHGVGHYSTPDVTVAAGYATSFLCKDKQYEAIMQNRVNLEKS
KIVPKEKTYAGAEYYVTPSADDLRAYGICIREVNF                                             
>Aque_XP_003391299                                                              
MAVASSSSAHLQLVAAALTSLIPGSKVITKDDPLYKTLKDPKPLTYKMMSQNVIVETRPEPDPTIVVPLEKTMNIELQPL
AANKTSEEETSSEGTSSNVIITVQFLNGQSHKFSVDPKATVYALKWSIFKSKGFDEYSQYDVNNIVLTFGRKELNDDDRL
LTDCGIKNGSVVQVAVKLRGGAGPTILVLDEDLLDPNYDYDFTNEHDTGRVYQRGRSQGFLGFLKHEYHYKRPYGWNRIA
LKVKGKYPPDDTWLGIPVAGSERTKTSKGEWPVSYHGTSREGAEGIAETGYDSKRWRKESCYHGKGHYSTPAIEVAAKYY
TKPFYENGKKYEAVMQNRVNLSPGHTTIVPKKETHVGAEYYVTPSSEDLRPYGILISWSNIMSASNGQLLAAAFNSILGS
GYRIVSKDDTTGMKEVQEVGLAGHVFDLKYSDLQDTIIRESNPHIIRPGNRDTSIMVYYLSGKRKELMVDLNGTAQDMKF
HIMKEQLYGINDPDQFRVIFQGRQPDPNDQLNDCGIKEGSTIQAVQCLRGGGCPFHLLNEELLDPEFDYDFTLIRDEGKV
FKRGGYLYKRPCGWNRIALKVKGKYKNDDWLGTPGNRTASTIGEWPVSYHGSKKISSIRIVEEGYDGDKLERELFGRGHY
STPQGFQVEGKRYLAVIQNRVNLKKSSVIPKELTGAGADYYVTPSSDDIYPYGVCIKEL                     
>Aque_XP_003391132                                                              
MATWSVLVVGIEEGNYLVKVADDEAAFKETTVKKLKKKISESKAGLVNPEYMRLLFAGKQLEDEDASTHEEKTLEDYNIQ
KRSAITVVMRVHGGSDTSLSKVNRVPLPPASEDKEYPSDFALKFTDDPDCIDPYSDSQKRVKMKCGHAVEPNTLTAYCRS
LLDQHIFTFTCPAIVDGKKKQCKKEWDYTDVRLAALFNDAEMQYFESKMSEYAASQYCDLKECPGCRSFVERIDLDNLRV
HCPLCTKKKGKNYDFCWHCLKEWTGPMKSSVKCGNESCVHPDLPSIRDAPDFVLNGKNVPNRRACPTCGKVTEHLAQGCK
FIVCPRCKKEFCFMCLELKEVCLKSAPASWYGNCGKPVAPKQTIIPCWSRDN                            
>Aque_XP_003390910                                                              
MAVAASSNDRLELVAAALTSLIPGSKVITKYDPLYATLKQRQQLTYKIIPLTYHLMSQNVIVESRPEPDPMLVIPFDKTM
SMRLLSPDLITIITVRFLNGQSDKYSIDAKATVYALKWTIFKSKGFEEYEKYDINNIVLTFDGTELNDDDKLLKDYGIKY
GSLLTVIVKLRGDPVYDFDFTRIDDTGTVYERGGHIYKRPCGWDRIALKVSGQYEDDRWLGSSGLPGEWPVSYHGTRKSG
AEGITKEGYDEKKLIRDLHGVGHYSTPDINVAADEMYAASFPFEDKIYQAVMQNRVNLSPGHTTIIPKEETYTGAEYYVT



PSADDLCAYGICIREQDKPMAVASSSSFSVHLQLVAAALTSLIPGSKVITKDDPLYKTLKDPKPLTYQVMSQNVIVETRP
EPDPGLAIPINEASSTATPEKNFITITVQFLNGQFYKFSVDPRATVYGLKWSIFKSKGFDEYSQYDVNNTVLTFGRKELN
DDDQLLRDYGIKDGCVVKFAVKLRGAGGPTILVLDEDLLDPEFDHDFTNECDTGRVYHRGQSQGFLGFFKHDYPYKRPYG
WKRLALKVKGKYPPDDTWLGTLVAGSERTESSKGEWPVSYYGTSREGIARIGYDSKRWRKEPCYHGQGHYSTPDIEVAAK
YYAKIFYENGKKYEAVMQNRVNLSPGHTIIIPKERTRAGAEYYVTYSSDDLRPYGICIREVKEDSSD             
>Aque_XP_003390909                                                              
MASSSSNDRLELVAAALTSLIPGSKVITKDDPLYATLEDPKPLTYDILSKNVIVESRPEPEPGLVEPFEVTELDAEAVTN
QTMRLSLLIATPTEKFTITVRFLNGQPYRFRIDPRATVYGLKWSIFKSKGFDEYSQYDVNNIVLTFEGTELNDDELLTDC
GIKYMSNVTAVVKLRGASKSTMLVLDEDLLDPVWDYDFTHIDDKDREFKRGGHVYKRPCGWNRIALRVRGKYEDDKWLEC
FGLPGEWPVSYHGTKKERAEGIAKTGYDQKKWNKMYYGDGFYSTPDIAVAAGYATSFPFGGKRYKVVMQNRVNLSPGYTT
IIPEEKTLAGAEYYVTPSADDLRAYGICIKEVSAYNFLC                                         
>Aque_XP_003390784                                                              
IEVEPSDTVKKVKKKIAEKESLLADKLQILTIDNKELQDSDVLQDHSIENEATVICTVSQSTLLLNQPIEPHQVFVEIFS
TEVLAVPVVISEASVGDIKRKITFQSRFATPLLSEYSYNVAFANESLDDLQSLSHYNIEYGATLKLEWSSIQIVVKTDSG
RTISLDVLPIDNVGRVKTIIEDKLVIPFKKQEVLFDGTLLEDNDTLFRCGINKGGQLQLHYLVTVHIKALTATNYPSLEM
MTPISVEAVKENIQPKDQNLYFAGQLIRDGGIFFCEYETDEVVFQLSRYSVTFTSKKGLCTQCNEAIEVGDGAVLANCSH
LLCRLCMDKSVKIKDGECISCKKVLSPLEICSVLNDEELVVKNFPYRFYCKSEGCTASCFFEDKIDEFCCYRCAHTNCIV
CRVQHEGMNCKEYQNMIGEPNNIASRAAVHKIISQLKDGSAIKCPSCATVLVKKYGCKWIRCLICKMEVYIQHTDSNESV
LLLRKGTEVIFEEDTTRLSKSYNELLNAFEARRIAFFQELDELRGMLIFQDDGIRRLQSEKRSLMQTIVDKDALIQSLQM
NQPMGQLSLTSASGEEGSQSDVIKRLKDRNNVLCEAIRQSDIKIGILERDKSQQAAQLAEALETKRLIQDAYIKTQKQHS
EEIVQLRQQLRESNQHYKSTPNWQFSHQDVTLSQQELGRGAFGTVRIGKFRGQSVAVKQLYAELQSPENISRMNREIDIL
SQLRHPNIVQFIGAILDHPDGNPRIMTEVMDTSLRKAYESKKLTPDSGCRPVILSIMHDVAVGLNYLHTLPIDNIVHRDV
SSANVLLESKGPGKWKTKISDFGSANIVRRAVSRAPGAEVYSAPECFQGVSNQYSAVQTPKMDVYSYGVLFCEALTCKFP
DRSSFQDMLQQVWSSTKSVGLITRSLHHELIKSCTKDNPYKRPTMNEWILFLLLELMMCRLTLKESVERLKRAADLGNVA
LLVSSESNSQ                                                                      
>Aque_XP_003390738                                                              
MQIVISTIDGNVYPVDVSEELPLNDLKALLSMETNIPQGSLILYHNMQELRERAEGENTLTSLGVQDKDIVVVANRQDVQ
APPTTGQTQTQTSVPSGTGTGLPNIDWSSISVSQSRAQPDAAPPPSTEGGLEMGLTPLSGIQTPGGPESFNPETLLQHFL
SNPEEMSVLRQRSPQLAEAIATGDINIVKQAILYHREELIELERERQQLEGLDPMSSEYQERLAENIRQRNIRENFETAL
EYNPEIVTSRVIMLYVQVKVNGVSVKAMVDTGAQMTIMNTKCAERCNVMRLVDRRGAGIAVGVGRQRIIGVVHMCQVQVG
QDYLASSFRVLEDQSHELILGLDMLKRHQCIVDLSKGVLRVGTTGAETHFLSEKEVEELSMAQHKQEERGIIEDEDREIA
SLIQQSEQEYQERTGEAPPPSPPPQLVPEDDIQRVMSAGFTREQAIEGLRECGGDTQRTIAALLARMFRF          
>Aque_XP_003390667                                                              
MIITVKTLQQKTFKIEIEESASVLDLKKAIEANQGEAFPAAGQKLIYSGKILNDSQPLSDYSIQESNFVVVMVSKIKPAP
APTPKPQETSSTSSSSTPSTSGATPQPSSITGTDYERTVNDMVGMGFMRNDVVRALQASYNNPTRAMEYLCGERPMPTLE
EEAEPQPRGSGAGGQQVPLTSSPPQAPPTQRPAGQSQQSTPPSAAPRPPQGGLSAGGGQSASNVLQGLSQLPQFQALRAA
VQQNPGLLPSLLQEIGQHNPELLQLINQNQQEFVDLLNQPPQPIGSGQELPPGTVSIQVTQEEREAIDRLKALGFPEGEV
IQAYLACDKNETLAANLLLSSADDPEPGHDPGSGQGHDTDSAQ                                     
>Aque_XP_003390663                                                              
MLIKVKTLTGKEIDIDIEPTDKVERIKERVEEKEGIPPPQQRLIFSGKQMNDDKTAADYKIQGGSVLHLVLALRGGQ   
>Aque_XP_003390230                                                              
MATWSVIVVGIEEGHYLVKVADDEAAFRKTTIKQLKKKISDSKAGLVAPEYMRLLFAGKQLEDEDSSTNEEKTLEDYNIQ
KRSAITVVMRVHGGSDGSLSSINRVPVPPLTEDKEYPSDFALKFTDDPDCLDPLPDPNAPKRVKMKCGHAVDPNTLTAYC
RSLLDQHVFKFTCPAIVDSKTNKQCKKEWDYTDVRLAALLNDAEMQYFESKMSEYAASQYCDLKECPGCRSFVERVDLDN
LNVHCPLCTKKKGKVYEFCWHCLKEWTGPRKSSVKCGDESCIHPDLPSIRDAPDFVLNGKNVPNRRACPTCGKVVEHNTR
GCKFIICPRCKKEFCFMCLELKEVCLKSAPSSWHTICKKAVAPKQTIIPCWSRNK                         
>Aque_XP_003390160                                                              
MAVTSSSSNDRLELVAAALTSLIPGSKVITKDDPLYATLKQRQQLTYKIIPLTYQLMSQNVIVESRPKPDPMLVIPFDKT
MSMRLLSPDLITIITVQFLNGQSYKYSIDPRATIYALKWTVFKCKGFEEYQDYDVNNIVLIFEGTELNDDDKLLKDYGIK
YGSLLTVIVKLRGAADPNILVIDHDLLDPVYDFDFTHVDDTGTVYERGGHIYKRPCGWDRIALKVSGQYEDDRWLGSSGL
PGEWPVSYHGTRKSGAEGITKEGYDEKKLFRDLHGKGHYSTPDINVAADEMYAASFPFEDKIYQAVMQNRVNLSPGHTTI
IPKEETYAGAEYYVTPSNDDLRAYGICIREVVNQASSTELLNYAS                                   
>Aque_XP_003390158                                                              
MAVASSSAHLQLVAAALTSLIPGSKVITKDDPLYKTLKDPKPLTYQVMSQNVIVETRPEPDPTIVVPLERTMNIELQPLA
ANKTSEEETSSEGTSSNVIITVQFLNGQSHKFSVDPRATVYALKWSIFKSKGFDEYSQYDVNNIVLTFGRKELNDDDRLL
TGCGIKNGSVVQVAVKLRGGAGPTILVLDEDLLDPNYDYDFTNERDTGRVYQRGQSQGFLGFLKHEYHYKRPYGWNRIAL
KVKGKYPPDDTWLGIPVAGSERTKTSKGEWPVSYHATGREGAEGIAAEGYDSKQWREKCYHGKGHYSTPDIEVAAKYYTK
PFDQNGKKYEAVMQNRVNLSPGNTIIIPKEKTRAGAEYYVTYSSEDLRPYGICIREVKEDSSD                 
>Aque_XP_003390157                                                              
MQSNIIDAEYDLIRGSVLTVSNPRSDNPYIRKPQRVLNKDTEIIITGLEERTLPVMVDVNGRVEDLQWDIAQKYPYLDSI
DPTNIRLVFGGKQLESDKPLTHYGIMRRSNLVIVTRLLDPAFDDDFTHVTDDDGKVFKRGGYPYRRPYGWNRIVIKVKGQ
YENDIWLGAPHHRTESSPGEWPVSYHGTKEIASIKIAEGGYDGDKCNADAKFGKGHYSIPNIDHAATHSDPFEVDGKKYK



VVIQNRVNIRNNKIIPKDITGYGADYYVTQSSNDKRPYAVCIKEATF                                 
>Aque_XP_003390156                                                              
MEVVSSSSSSAHLQLVAAALTSLIPGSKVITKDDPLYKTLKDPKPLTYQVMSQNVIVETKPEPDPTIVVPLEKTMDIELQ
PLAHDTSDEPASGGGASSNIVITVQFLNDQSYKFSVNPSKATVYGLKWSIFKSKGFDEYSQYDVNNIVLTFGRKELNDDD
CLLTNCGIKDGSVIQFIVRLREGAGPTILVLDEDLLDPNYDYDFTNECDTGRVYQRGRSQGFLGFLKHEYHYKRPHGWNR
IAFKAEWPVSYHGTGREGAEGIASRGYDGARLVRDCFGRGFYSTPDVEVAADYASRFDHTDGKRYEVVVQNRVNLNPGHS
EIIPKEKTRDKAEYYLTYSSDDLRPYGICIREVKEASSA                                         
>Aque_XP_003390072                                                              
MGNAQSTPGDPEDASLDLVAAALTNMMPGSKVITKNDPLYSTLSNPQLLTYKILSKNVIVESRPEPDPGIVVEQVYCAIC
RSAPCRTDQGRPDTIITVQFLNGQSHKFSVDPRATVYGLKWSIFKSKGFDEYSQYDVNNIVLTFGRKELNDDDRLLTNCG
IKDGSTVQCAVKLREGAGPTILVLDGKFLDPDYNFDFTHINDTGTEHKRGGHIYKHPCGWKRMAIKVTGQYEDDDWLGCF
GLPGEWPVSYHGTAKEGVEGITKEGYDETKLIRNLHGAGHYSTPDIGVAAGYATSFLYRGKWYKAVMQNRVNLENTTIVP
KEETGAGAEYYVTPSSDDLRAYGICIKEFELCSIM                                             
>Aque_XP_003390071                                                              
MSASNGQLLAAAFNSILGSGYRIVSKDDTTGMKEVQEVGLAGHVFDLKYSDLQDTIIRESNPHIIRPGNRDTSIMVYYLS
GKRKELMVDLNGTAQDMKFDIMKEQLYGINDPDQFRVIFQGRQPDPNDKLKDCGIKEGSTIQAVQCLRGGGCPFHLLNEE
LLEPEFDYDFTLIRDEGKVFKRGGYLYKRPCGWNRIALKVKGKYQNDDWLGTPGNRTASTIGEWPVSYHGSKKISSIRIV
EEGYDGDKLERELFGRGHYSTPDIEVAARYATEFEVEGKRYLAVIQNRVNLKKSSVIPKELTGAGADYYVTPSSDDIYPY
GVCIKQV                                                                         
>Aque_XP_003390070                                                              
MAVAPSSSSSAHLQLVAAALTSLIPGSKVITKDDPLYKTLKDPKPLTYQVMSQNVIVETRPEPDPTIVVPLEKTMDIELQ
PLAHDTSDEPTSGGGTSSNMVITVQFLNGQFYKFSVDHRATVYALKWSIFKSKGFDEYSQYDVNNIVLTFGRKELNDDDR
LLKDYSIKNGSIIQFAVKLRAAADQQNEPNVGRVYERGGYVYNRPYGWNRLALKTKGKYPPDDAWLGILANRTESSNEEW
PVSYHGTKKEGAMAIAAEGYDEDKLDRENFGRGFYSTPSVEVAASFAPRFDHTDGKRYEAIIQNRVNLNPGHSKIIPVEK
TRHGAEYYLTYSPDDLRPYGICIREVVQVSSA                                                
>Aque_XP_003390069                                                              
MSQNVIVETRPEPDPGLVTPINEASSTATAEKNFITITVQFLNGQSHKFSVDPRATVYGLKWSIFKSKGFDEYSQYDVNN
IVLTFGRKELNNDDRLLTDCGIKNGSTVQFAVKLRGAGGPTIIVFDEDLLDPEFDHDFTNECDTGRVYHRGQSQGFYYPY
KRPYGWKRLALKVKGKYPPDDTWLGTLVAGSERTESSKGEWPVSYNGTTKEGTMTIAAKGYGEDKLARENFGRGFYSTPS
VEIAADFARRFDHTDGKRYEAIIQNRVNLNPGHSEIIPVEKTRHGAEYYLTYSSDDLRPYGICIREVKAIST        
>Aque_XP_003389632                                                              
MVQLEIFVNILSGTRGATVTLLVDELDTVKDIKLKIQQEANIPVAKQKLLFDGRTLSEELNCTVTDCDIFEQATIFLVVL
TIISIRFVTGEIFSTDVNLVADTIETIKQSIEERNGVPLNQQCLIFKGKELNDDLSTLSDCKIEDGSVILFTIKGAISFQ
ISIKTLPIYSGKDHIKLIVKSTDTIAHVKAMIVAKEGIPINKQCLIFNGKHIYADDATLADHKISSGDILHLLYPINSGL
CIFLSGQAKYADASSKFNKGDHIVLQPVSGLVIMGKVKWTGSVSVTEYSDKLISAVGIETDAKIKHDRDFPELYLNVARS
YREEIFRVGLFSSRIFLPEQLVVHADEYKQQTELLQQMTAEANVFGFSIEEYFTQKAALLHAHSLKMSKVKEVTLDESTP
QPNDTLTQPIESSCEDSKEYSPISVGVFVTLPVHIVTQACTSEALMLQGKVMWIGKLPDTTEVMAGIELNQSLEGCNDGT
WRDQKYFSSPPGRACFVPTSCLLLVESLNKDFIPNPLHSITPSEEDTYTAVDVQDLMDKFTEQSNSGIQGHIGSSLLDSM
IFGLFALNDSFDKFLFEELSDVMSKDTIELLLKGIINPLRRHGVTRLESIVDFKDHLKKICAENYITISFDDSVNLLRLL
LDKILCIKPFLSMRKASDKLEEVYFIEFDIKGPEIADPCSTESLVKKYFTDQKLMLINMPSTLILVIPQSIENSKKRMII
PSLSIDIRGLVEHGCSSSISNTHLELVSVVCWEKVNGQYVCYSRSERVWLYHNSMSTTTNDHLFYLPEVTDVSQDLDDWI
YNTETFSTNSMPPHAQCFLKDSHVLVYSASNNSCYSHTNTMLNKESIQKLLEEKGKERHYSLSETIATLQRIQNDNDWLN
SSFSDLSQSHLQLLDKLEVQQNEASRLANALTSAEDEFAKLSQEKDEAFLLLKATYDQKINEMNLVQQCYDSLLREFEEL
KADHDRILLTNDALNSDLCDKKDEILLLEQQYKDLECEKDDVQSACLQLKETLIEKENALSMKQDEVKVLRENIAAVNES
WKFSHKDVAITDELLGKGGWGEVVIGIFCEQRVAVKKLHDVIVSDINLELIHREINTMAQLRHPNLLQFIGAIFDHPSGN
PMIITEIMDVSLRKAYETKELTPDPQCRQIIFSIMRDVAVGLNYLHCLPDPIIHRDVSSANVLLESKGPGKWKTKISDFG
SAKIARSAFTKAAGAYVYSAPESLQSIINIQKKLLTSKMDVFSYGVLLCEVINCQFPCSESFNDLVEQVKSSVSTLMYDL
IIKCIEEEPTKRPTMKIVIQNIDKNFN                                                     
>Aque_XP_003389521                                                              
MKLSIKPFVRDGVHLSEFSVEVEASDTIEGVRKKIYKEKEYNPRYYPSQLSLFKIYDGKFKTLKDGHTLSYYGIQKEGTI
IHLVLPLHRSSMIIFLKTLTGKTITLEVERTDSIENVKIKIQEKEGIPPNQQRLVFDGRQLEDGPTLSDYRIQKESTLLL
LLCVQGGMQIFVKQTLTNKIFTLEVEPSDTIKTVKAKIQKELGDPPDYQELKLDDKQLEDGHTLSDYKVQKESMLELSPL
LEVSMKIFVKAFTFKTITLEVNRSDTIENVKAKILHEKGIQPDQQKLIFNGKRLEDGCKLSNYFIQNEATLNLLLPEDIS
INIKVVNGQVLTSVYISPDLNIESLKTIIETKTSIPCSEQNLILAGKQLSFGRTFSYYNITEGDTLHLVQRHADCTIFVK
TETGQMIALKVDPNDTIENVKSQIRDKESIELDQQKLFTRYCNQLDNSLTLLHYNIGHNATLYLSHYPRGGANIYIRTFT
GKMIVIEVLPTDTISNLKKMIRDKEKISPDNQTLFYAGRQLDDASTLANYDIPMESILQLVTSFNPTMKVSVKLLSGEKM
ELNVNFSDTISDIKAKIEEIQGIPCNRQKIMFAKKRLEDDYVEKVLSPNKIKTLIDHNITDGSTMHLIFLRGGMTIFIKL
PSGRTISFEVDPSDTIKTIKYKIQDKEKLSPNQQRLIFAFKRLEDHYTLSDYNIQKEDTMHLLDSSLPMQIFVKAIIGET
FALQVDSCCTIETVKYMILYEKGIPPYLQKLLFASKRLEDCHTLSYYNIKNQNTLDLQFIPVGPQSQIKDIEPEPLSHYK
LLAFYEHTPATRIWSVHFVVTENKVYHIEKVVSEMNTRSCNRGDPEIVFSFDDKKEIVHKADVDYSSDVGGISKITLRVE
GPPDSDSFTHCISITGTRDPLLSIAINTSLLSPINLVKEGD                                       
>Aque_XP_003389187                                                              



MATWSVTVVGIEEGHYPVKVAGDEATFRKTTIKQLKKKISYSKTGLVGPEYMRLLFAGKQLEDEDSSTNEEKTLEDYNIQ
KRSAITVVMRVHGGSDRSLPSVNRVPVPPLTEDKEYPRDFPLKFTDDPDCLDPLPDPNAPKRVKMKCGHAVDPNTLTAYC
RSLLDQHIFTFTCPAIVDSKTNKQCKKEWDYTDVRFAALLNDAEMQYFESKMSEYAASQYCYLKECPGCRSFVERVDLDN
LNVHCPLCTKKKGKVYEFCWHCLKEWTGPWKSSVKCGNESCIHPDLPSIRDAPDFVLNGKNVPNRRACPTCGKVVEHNTT
GCKFIICPRCKKEFCFMCLELKEVCLKSAPSSWHKKCKKAVAPKQTVIPCWSRNK                         
>Aque_XP_003388706                                                              
MAEARNGDEGEAGGESTNGAISFRAVWKKEVYNIDFSENKTIGALKTHLHSLTGIPPGMMKLMYKGNLKDVSTLKEAKIV
PGIKIMVIGSTITDVIAVSPPDPAELKQSASEETDSVKESLSEQTQHKKILDKGKPDDVYPGIKHSNDPLPPSPISGLCN
KYGAKVRLHFKLELEQLWIGTKERTDKVPLGSIRKVISEPIKGQEEYHIMALQLGPTENSRYWLYWVPAQFVEAIKDVIL
GKWQYF                                                                          
>Aque_XP_003388696                                                              
MAARQAVLFDVSVRDSAGRTQIIPVRASTSVSDIKRSFSEKTGVPLNSYQLVFAGRQLSDADTLQALGVQSHSTLFCIRG
GVKVEAVPDISVKAVEDKLGKIATDDIEDPPSSPSAANNRFYVYCKSVCKEMKPGKLRVRCASCKDDRFTLTTEPQGWSD
VLEKQKLRGRCYNDKCGGDKFAEFYFKCAGHTSGAAGVRDDECVALHMIRTNTVDIECPLCADEKDIMVVFTCDGKDGHC
LCLDCFKDFARLALTERRFIENAQSGYSIQCPNRCPDSFITEIHHFRLLGDELYERYQRFGTEECLLQMGGVLCPQVGCG
MGMLPEDPGNRVTCPTCRHTFCRNCKNPYHRGNCDAAPPIQALAGTGQQIDGERLRRSRWDEASDAFIRSNASIKPCPRC
HVNIEKNGGCMHMTCSKCRFNFCWICLIEWGRRCQDNHWFGERN                                    
>Aque_XP_003388367                                                              
MADQEESKITVHVKSTKQKIDIDILSSESVGKLKEMLKEKLGDENKGELCLIFAGKILKDEETLESHGLVKTGLTVHLVI
RPGKAQGSAATPVGQNSGTSTNSSTAPSEAGTGGGSGLPQAPPLNPFAMFGGGGAGLPGDMQGQMQQLMANPEMMRQILE
SPMMQSFMSNPDALQSVLTSNPQMQQLMERNPELSHILNNPDLMRQAMEMASNPSAMRELMRSQDRQLSNIESLPGGFNA
LARMYSEIQEPMMDAAQETLQQQIQNNPFAALFQGQQNPPQPDPAAPPGTTNTSPLPNPWGGATGGSNSGNQSSGSGNNT
GGSGSGQNAATPLGGSGQANLLAQMMAGAQAGSGGASGPPSGLSMLSNPAYREMYMQTMQNPQTRQMMLQMMRNPAFMQQ
MMQNLPPSLRQSVGNDPEALSRMVQQSEHMLNNPQMLEMMSNPQAMEGMMRMMEGYQQMVNASGSGAPNLLGGLGSTASN
PSSTTSGSTTPAPPPGAGMAQLLQMLSSQSATGANQSPSTSADTTGGGGGGGGGGEELSPEERLARRYRVQLNILEGMGF
LERTANLQALMEANGDINTAIDKLLNG                                                     
>Aque_XP_003388166                                                              
MAESASIIDGVGDEVLLFGVLLCIVTLLLCLWLLRRGSRRNEEPDFRQGGEVEMDQVSDQANEVRSNNLRQRSSLTETTI
TLRLVTQERTRMVYVPENSTLEDLKRRYFNDESLAGDTIYFIYQGRMLQDTSGTLIELGISDQTSVHVHIRRGTSGQARL
DQDRPHEQCDISILFFPLFSVILLLCWAGLLYWPQAFTLFPKLMLFVLSVSFAYLYYRSRLS                  
>Aque_XP_003388148                                                              
MAVASSSSSAHLQLVAAALTSLIPGSKVITKDDPLYKTLKDPKPLTYEVMSKNVIVESRPEPDSTIVVPLEKTMNIELQP
LAANKTSDEETFSEQTSSNIIITVKFLNGQAYRFSVDPRATVYALKWAIFKSKGFDEYTQYDVNNIVLTFEGTELNDDDR
LLKDYRIRNGSIVQFAVKLKGAAKPIVLVLDEELLDPNYDYDFTNECDTGRVYQRGQSQGFLGFLKHDYHYKRPYGWKRI
ALKVKGKYPPDDTWLGIPVAGSVRTKSSKGEWPVSYHGTDKEGAEGIAAKGYDEERIIRDKFGRGLYSTPDVDVAADFAP
RFTHEGKKYEAVIQNRVNLRPGHTKIIPKEKTRHGAEYYLTYSSYDLRPYGICIREIQSSNA                  
>Aque_XP_003387842                                                              
MSSFNFRWFYGRSILSYKSLVVRLQCKTGRFILSNIKSSTTLKDLQAAIKDKTDVPPEQQKILHSYPPKEIESYDSKLTM
ADIGIKDGDTVTLQELQQPRGHRPKKQRQPVAQLEADKDVLITGESKVISNDTPSGPQSSSSSSSVSIAIGELKRKVVPA
DNSCLFASVNILVNGNTPSYELREIVSSVIASQPHKYTDAMLGRPRDEYVQWILKDVSWGGGIELLIFSNFYEIELVVVD
IQTLRLDRFGKGYSSKGFLIYDGIHYDPLVLLSPNGTILQRLFSQSNESITESALAIARDCNQARQFTDLSNFSLRCLVC
NELLKGSSDAQEHATKTGHTNFSEV                                                       
>Aque_XP_003387484                                                              
MVLAGVRVVRHVLPRGCGTHPILCGLSSIIKRPRAPGQFARYSTDPPSFVSLLHDNSLDMLLNVFIKLGPNSSTVAIEVE
PSDTVKKVKKKIAEKESLLADKLQILTIDNKELQDSDVLQDHSIENEATVICTVSQSTLLLNQSSEPHQVFVEIFSTEVL
AVPVVISEASVSDIKRKITFQSRFATPLLSEYSYNVAFANESLDDLQSLSHYNIEYGATLRLEWSPIQIVVKTDSGRTIS
LDVLPIDNVGRVKTIIEDKLAIPFKKQEVLFDGTLLEDNDTLFRCGINKGGQLQLHYLVTIHIKALTGANYPSLEMMTPV
SVEAIKENIQPKDQNLYFAGQLVRDGGIFFCEYEADEIVFQLSRYSVTFTSKKGLCTQCNEAIEIGDGVVLANCSHLLCR
LCMDKSVKIKDGECILCKKVLSPLEICSVLNDDELIIKNFPYRFYCKSEGCTASCFFEDKIDEFCCYRCAHANCIVCRVQ
HEEMNCKEYQNMIGAPNNVAFRAAVNKIISLLKDGSAIHCPSCTTVLVKKYGCNWIRCLICKMELYIQHTDSNESVSLLH
KGMVSIYEEDIMRLSKSYNELLNAFEARRISFLEERDELRGMVMFQDDGIQRLQAENRSLKKTIEDKDALMQVGQSIPSM
EQLALNPVIVEEGSQSDTIKRLKDRNNLLCDAVCQSNIKIDILEREKNQKTTELAEAQEVKKLVEAEFVRLLRARQQDNE
ENVRLRHQLRESSQKPNDTPNWQFSHRDVTQSEKELGRGAFGTVFVGKFRGQSVAVKQLHKVLQSPENINKMNREIDILS
QLRHPNIVQFIGAIFDHPDGDPLIITELMDTSLREAYEGKKLTPNPSCRPVILSIMHDVAVGLNYLHTLPIDNIVHRDVS
SANVLLESKGPGKWKTKISDFGSANIVRCAVSRAPGAEVYSAPECFQSVTNQYSALQTPKMDVYSYGVLFCEALTCKFPD
RSSFQDMLQQVWSSTKSVGLITRSLHHELIKSCTKDNPYKRPTMNEVISKLDQLLASH                      
>Aque_XP_003387194                                                              
MASLSRIIFCIGALFLFHSGYSAVQHKSFLKLAEMDYSSLPIDITVECLLGSLLCCVAVLEGMSQYRDFRLTSELYSNYY
GYTALVPASSCGKLSLDMSDDYEIDLTIEAVTGTVYDLCVSPFETILGIKTKIQKLEGIPVSQQHLIYGSTELMDDLCLE
ECHVRSGSQLKLVIAMRGGPIHAHRIQLEDFAILELAEFLESQSPDEQDQYAAIFVSNEDTDVRSQLHSPVEVSESRLRG
GSQTSLVATTNPTKVLPTFENDVTQSKMKELQSRLKCLRLSKTEALLSKALEREQCSKMLRHDGSSIYPPPIHTPPSCTC
GCHKKCCKCSCHVIKSGTQRQLCFTPFRESETYQKRHSRVHTPSSKDFQILDRLSSGRLRHGDKRGRPCGPTTGCSKATI



NDEISRKGSKQHSVKLVLSNDTQEHVQHRDDMKLKSGHFLPPIDCIVSTKQTKPRKEVEHSNFHLPPINPKNQVNIERNK
CMKCQKRTRLANSYTCRCGGVYCSIHRYAETHSCTFNYKAEGKELIARNNPLVTAPKLSKF                   
>Aque_XP_003386183                                                              
MRISIKPLVGESLSLEVEASDTVESVKEKIQDKEGIPPDQQRLIFVGKQLENGRTLSDYNIQNESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDTMENIKAKIQDKEGIPPDQQRLIFAGRQLEDGRTLSDYNIQKESTLHLVLRRRGGMQIFVKTL
TGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKILEDGRTLSDYNIQKESTLHLVLCFRHDMLIFVKIWIGNE
TGKIIFLQVEPSNTIENVKAKIQDKERIPPDQQKLIFAGKQLENGHYTLLDYGIQRESTLDLLLPDHMIINIKEVDGNVV
TDVIINSYRNIGYIKADIKSKTNIPYDEQRLTFAGKQLSFGRTFSHYKIKDGDTLHLVPRRPGHTIFVETKILFSPTITL
KVDLTDTIENVMSQIQDEIRIPIDQQKLSTRYRKRLDNSLTLSDYNIENKSILYLNHYHRGGENIYIRSVTGNIIVIEVL
PTDTISDLKRMIEDKERISPTDQTLFYAGQLLDDASTLASYDIPMESVLDLFIRSNPNPNMTIYVKTLTGKTFELNVIYC
NTIGNVKTKIEETGGIPCNQQKIIYDGRQLEDDYIEDTLLPNKIKTLFDHGIKDKSTLHLLLRLRGGMQIFVKTLTGRTI
TLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKVLVDDRTLSDYNIKTKDTIDLQHKGMETQPLNHYKLLTFYEHTPA
TKIWNVHFVVTMNHFYDIKKAISEMSARSCIKGDSEIVFLFDDQGEIVFNIKPSIINGWALLLFQTPCKISKTDVCSNGG
LSKVSLRVEAPPYSNSFTHSITITGTRDPSLTSSLFAWMRLKTKQSIVFTCSDTSLLLPVVRQDDHGARPPPVVAPKVSE
LMEEVAAKAPRECMNIGTMLEIEQHVLDGIKVQHSSNFMECYRAVFNHWKDTTPRPYTWATIVEVLESGVVQRNDLAEEI
KRKYLRKF                                                                        
>Aque_XP_003386078                                                              
MVEKKTGVPTSEQRLIFGGKQLENSKKLGDYPLLKHNATVFLILRLPGGADRISLEERHTPMDPGLQYSVDDPCMICFTH
PNDEDQIYTARRLPLVMPCPGGHSVMHPHCFMQYCQNEIFDNKKEAICCPQCQTEWSLDIIKKYGVATEEEIEIFADGMS
VNVIHNDPDVTECPGCLSYCERRSKKDIRMHCRICAKQGKNCEFCWHCKLNWKTRGTKECGNTNCKAVDILAQIKAAPLK
RVVGVLCPSIRLCPYCGTAIQHAHSCKHMMCSTCKCEFCFICLRPARDGSWQCGRYNTKCVPAPRQEKNVTVKQVMSLVQ
AKTGIPPAEQRLIHGGKQLDEEKNIIDYPNLGPNSTLFLVLRLPGGTGLISLAERDTPRGPDFEYSDGTPCMICFTHPND
DNRYNAKRLPLVLPCRRGHTIMHPHCFIQYCQNEIFDNKREAVCCPQCQNEWTLDVIQKYGVATKEEIEIFSNGLSVNVI
HNDPNISECPGCLSYCERKNKTDNRVHCRMCAKQGKNYEFCWHCKQNWTGDGSKNCGNPKCNAADILEQINAAPQKEVIG
VLCPSMRLCPNCGTAIEHKSACKQMSCKICQCEFCFICLRQKRDGSWQCGRSYDKCTPAPRQVKVPSRK           
>Aque_XP_003385950                                                              
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGF                   
>Aque_XP_003385941                                                              
MIEITCNDRLGKKVRVKCNPDDTIGDLKKLIAAQTGTRWDKIVLKKWYTVFKDHITLEDYEIHDGMNLELYYQ       
>Aque_XP_003385903                                                              
MIITVKTLQQKTFKIEIEESASVLDLKKAIEANQGEAFPAAGQKLIYSGKILNDSQPLSDYSIQESNFVVVMVSKIKPAP
APTPKPQETSSTSSSSTPSTSGATPQPSSSATAPTTTSAPSGTTGTESTDGGAGGGQTSSTASSSSEFDQALSTLVTGTD
YERTVNDMVGMGFMRNDVVRALQASYNNPTRAMEYLCGERPMPTLEEEAEPQPRGSGAGGQQVPLTSSPPQAPPTQRPAG
QSQQSTPPSAAPRPPQGGLSAGGGQSASNVLQGLSQLPQFQALRAAVQQNPGLLPSLLQEIGQHNPELLQLINQNQQEFV
DLLNQPPQPIGSGQELPPGTVSIQVTQEEREAIDRLKALGFPEGEVIQAYLACDKNETLAANLLLSSADDPEPGHDPGSG
QGHDTDSAQ                                                                       
>Aque_XP_003385774                                                              
MNLETSLVTAEKGSTKVYNWDFAEGKWVNFSPTHKYSFIKIVQKKTLSGNEFFVVIEPDETDNRLRFHLPPDVQVTKTGD
MIQFAVPDPQDPTGGKLIAIKFERKDLETQFTMTAGRRISQRSNDLNKPLEVKKQRPVYENTFSTDRYDGASYQSPTLPS
TGTEGAGRIQPRQQPFTAAIPAKPAVETRSNRSGEIGQYHQQPIPPVNNLSKPDPSPPVARPNYGQVPPPAQYGGGSQDW
RPVDRHHNEEGRGGGGGSRERYSAEMRGKESGEKRISGERRSREFGQQNDRMGQHYNDRGGYDNQDRFQGDRDRYQGDRD
RYQDKQQGGYGRGGANYRNEQDRYRDDKRHQGYYQGGPRYQDSPRYRDDQGDSYQRGRDXXXXRSYRDDRDPNQDRYHDG
KGYGRDNWERQSENPQGYEQERRQYDKQRYPRDPDYRHNSRGYERNGGRNEDGYDRGGDWRPAGGGGVRRDNSNDEYFDD
GYEERRRMDQRGGGGGGGREYVDEGRYERRNQRDREGRGGGGGQYREEERRKKQQIEPLVKSTPPESSIDDTEIKTATQR
LAESLSTMNQSDSHELLGYLFSLLQSGSSDASLPTESLGKFSIMFEPGIPVTPSGFKLELIVEPLHGKTFTVYPEVFASD
TIEKLKLDVQKGYKIPKECQYWVIGSQLAEDKQTVADLNLTKDTAVYVYVQHPHKAKVHKNAMKEVESQSKKPAPPVKGN
TPPIQPRKNLPPPGGYSLEQPPQIPVYDPAPCRDIDPSRRDDDAMFRGPMSMQPKKPPPIGAVPVMMPVPQRNDDGRYRE
VKPLPVPIEEDYQRRPRPDPRPPSPPPEPPGWACPSCTFKNLPYRPGCELCDCARPDDYQPPPNYVPTDAEKKFMNNNDL
QELNNFLENEKLMQRQQAEKNYRDLLNTDAVPVVLNEEEFECPVCYVDIDPGEGIRLRDCLHMVCKNCLKGTISHSEEAR
VKCPYTDDDGECEEYISERETREVLNDEELESFFKRGLRVAEATDPNSFHCKTADCPGFCFYEDEVNEFKCQNCNKLNCI
LCKAQHEGMNCQEYQDDLKIKAANDEAAKQTQAMLEKMVTDGEAMHCPNCKVIVTKKVGCDWIRCVMCKTEMCWATKGPR
WGPKGRGDTSGGCRCGVNGARCHPNCRNCH                                                  
>Aque_XP_003385558                                                              
RTFLHYNIKEGDTLHLVPRHAHHMVFIKTATGNTITLKVDPNDTIENIKSQIQAKKMIPIDQQKLITRYRKQLDNSLTLS
DYNIEDKAILYLTHYLRSGTDIYIRTFSGKMVVFEVLPTDTVSYLKKMIRDKEGISSNDQTLFYAGQQLDDASTLANYDI
PMESMLQLVTRFCPNMTIFAKTLSGKTIKLNVNFSDTVSDIKRKIEEMEGIPCHEQKIIFGQRLLGEDYIEEALSPGKIK
TLLDHNVKDGSILHLIFPSRASGVIVKFPAGKIIMLDTEPSDTIENVKAKIKDKEGIPPDQQRLIFAFRRLEDGRTLSDY
NIQNKDTIHLLLHRFGTSMKVFVKAFTGNMITLQVEPSFTIESVKYMILDEEGVPLHLQELLFAGKQLDNGHQLSHYNIK



NENTLDLQFIPVGQMQSQSIEPEPLSHYRLFTFYEHTPATKIWNIHFVVTKNNTSHIEKAVSEMSATRSYSRGDPETVFS
FDDKKEIVFDIESSIINGWKLLPFLTPCKVHKADVDYHSDVGGISKITLRVEGPPDSDSFTHCISITGTKDPSLSIAIMC
SDPSLLSPINLVREDNEPPPAVDPSIRKLLEEVAARAPNEWIKIGTMLDIDQHVLDGIKSQFNGNLMECYRAVFNKWKAT
TPRPYNWATIVEILESQVVQRNDLAVEIKRKYLRL                                             
>Aque_XP_003385055                                                              
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKNYTTPKKIKHKKKKVKLAVLKYYKVDDSGKIQRLRRECPSPECGAGIFMAAHFNRQYCGKCGLTYMIRNETE     
>Aque_XP_003384744                                                              
MQIFIQGQQVHTVTDTECQTVQELKLLLSEVEGIPVEDQIVSFGGVPLDDELCLFETIPSLATLSLTARMVGGKVHGSLA
RAGKVRGQTPKVEAQEKKKKKTGRAKRRMQYNRRFVNVVASFGRKKGPNSNAP                           
>Aque_XP_003384431                                                              
MMKTAHVIPGIQLLSLSLGLFQLPPLLSNKMWIQVRSMDGRKCVRLDDLSKLTKIEALRERLVDHFDAEAERQRLFYRGK
QLVDGQSLFDYDVGLNDIIQIYISPPQTKTETTPTDQPTNGADSPNDDAMETDSGVCGSGSDPEENCIDDDTTLYKVGEK
IDAKDLRMGAWFEGVVVKITRTNRTSSSSEDASDDIQYHVKYDDYEDDYPVILSANNIRPRARSRMQWDQLSVGQIVMVN
YNPDHPTQRGYWYDAEITRKVCDTKKLYVKLCLGVESDVQQECRIKFIDEIFSIERKESPNELTGEGEARMKKPDCDYCK
DNPSRKCHHCACSVCGGKNDPEKQLLCDECDNAFHLSCLDPPLDEIPESDEWYCSECKTDTSEVIGAGEKMRLTKKKANM
ISKKGNTTRDWGKGMACVGRTKVCTIVPSNHFGPIPGIPVGTLWKFRVQVSESGVHRPHIAGIHGRESEGSYSIVLSGGY
DDDKDDGDEFVYSGSGGRDLSGNKRTAKQSMDQKLTAMNRALAKNCNAPINDKTGAEAKDWKKGKPVRVVRNHKGRKTSQ
YCPKEGNRYDGIYKIVKYWPQRNDENFLVWKYLLRRDDPSPAPWTSEGKKNAKKLGLTLQYPEGYLESRASGSGSQEQSS
EDERSTPSKRGRKRKSDGKGSSSPAEKLKQPRYDLNQTQKKLIKRDTANSKLWKEIVDSTGSAGLLEKIQDSFTCIVCQE
LVYKPVTTPCGHNICKTCLQRSFKAQVFTCPSCRHQLGGQYELETNDDLQSVLLEIFPGYDGGR                
>Aque_XP_003384348                                                              
MQIVVSTIDGNVYPVDVSEELPLNDLKALLSMETNIPQGSLILYHNMQELRERAEGENTLTSLGVQDKDIVVVANRQDVQ
APPTTGQTQTQTSVPSGTGTGLPSIDWSSISVSQSRAQPDAAPPPSTEGGLEMELTPLSGIQTPGGPESFNPETLLQHFL
SNPEEMSVLRQRSPQLAEAIATGDINIVKQAILYHREELIELERERQQLEGLDPMSSEYQERLAENIRQRNIRENFETAL
EYNPEIVTSRVIMLYVQVKVNGVSVKAMVDTGAQMTIMNTKCAERCNVMRLVDRRGAGIAVGVGRQRIIGVVHMCQVQVG
QDYLASSFRVLEDQSHELILGLDMLKRHQCIVDLSKGVLRVGTTGAETHFLSEKEVEELSMAQHKQEERGIIEDEDREIA
SLIQQSEQEYQERTGEAPPPSPPPQLVPEDDIQRVMSAGFTREQAIAGLRECGGDTQRTIAALLARMFRF          
>Aque_XP_003383924                                                              
MGNCLGQPSNTDPILFTDEENIQNVVMGQSQPLLQEKFVWKSETPLTAGQLQGKRDTFWETSPLYDGRREIWDALKAAIE
AAEEEDYDLAQAILTGANISLPNGSLTHAYDELGNHYSIPPYCLSRPTNFVSNSITTDSTTTDVRMNEIISKGGNPINVK
IRLSNQSKDIKLTISSTDTVIIVKKRLEEEYNVKSDKITMLFSGKILTDSTILGQLDIPKGFIIQAIVR           
>Aque_XP_003382751                                                              
MAAVLQVLVKTISGRCLVLDLSPRTTIRELKERIEEKEQISPEQQKLAFAGQVLENPSLSLQHYKVTNGATIHLVITSTG
LKGEIMTIYVKTLTGRVVSVQIDPTSTVRDAKERIRQKEGVPVEQQQLIFSGRTLENDRSIDSYNIQKDSTVHLVIKLNS
SNESGQSASSARHPSHTTQLPPVPPHSQSSSTRQNWSNEVQRSSSSSSSSSWLTVITPSGREVRLDSVDIERMSVFELKR
SVSAKERVPPDHQVLVYNKTQMQNSHPLSFYRLTPGSDIYLSYTNSSKMNLYVKTLSGDTFMLSPSIYQSVNDIKEELRI
KHKLNINNQRLVFHGVLLDESSMLYECNLPNQCTMHIIKDPNARDTSPPPPPVSRQYQQQAPPIPILFRTLRGDIVTLLT
YPNERVRDLKRRLQEREGFPRGPMNLVLGGLELRDEAFIEEYKLQQDSTLLVTFKVPKGLELSAVDMSNDELIPIDGIKV
DDRVEYLENEIRRLFKIDDGMALSLVLNSDILTPQSVLSQYVIPKNPVVQVYKHNKREEKKRSLTVCTVTGIKSSCDLYL
SQSKVIDLKAIIQDRLLVPTNEQVLVKRGVILEDYLYLNEALASKEGEEDDERYKIMLFTKVQATRTITVILSNGSPVNL
RMQSHQTILDLKGLLNDRTVQPEQQVIRHGGHILEDHYCIGDYLLPEGARLTCTSLTSQHIHVFNVHASGHRVKKFCVES
QSSLRVLKLLVAAEFSIPLDRLRLLFCGDLLYNEKPVDQYGFPTPCTLWADSSNKN                        
>Aque_XP_003382605                                                              
MIIFIVTVIIRFFELLFVIQILLFVTAALLAVSRLLLFYLVLHEGARRLVDRQVAAILQPDEKDNSSDETIILFVRNFLT
SGAKPLVIQAKRSDTIESVKQKIVDRLDTQQTSPTDQKQIMLFNGRHKMLIYEEKTLSNYNIKNEDTIRLCRVAHVKRGF
MLIHVKTLTGKEINLIAEPFVTVEKVMEKIQDIEGIPPDQQRLIYVGKQLENCRIISDYFIKNGSVLHLVLRLRGGGLTI
LVNVFGMGVLHFSAGTPDTIMSIKEQIEKKIKISPYYQTLIFSGMKMEDDLTLADYNILQSGYILYLELCLDLNKIDVVT
PDGVSFTYRIEPSDTVENVKAKILYIGTNGVPRDQLMLSFDGRILENDKTLLDYNIHKENHLYLIFPSQPDCNTINVATP
TGETITVVYNPSDTIKNVKSKIQDKGGILSYRQVLTFYKELDDLQTISECRIKRGHTIYLSLLPTKIYLKFLEESYDLSH
IQEDTTIKSIKEKASAFTNIPIEQLLLFLDGHPIYDNSKQIKGFYRLLFEFEVQLNEHSIASITVALTVGVRRTYQVALG
ARVGDLKGLIEESTEIPVSKQLLYDASIQHVLWNEAPLYQYYIRGVQTNNVCIDLFVPLTVHVSIPSKSAVVEESILLDE
RVFDLKKRLCIQHGLNLSYVTLTYNQSIMSDDKFLGDYQIHDDDAMLELSLGTTLPTPPSDVSFHPPVANLSPAADPPPP
PQLHWINRHSDLMKDVAAQAPDQWRNIGTMLDIHFSQLNSFRDQFNADPMACYSAVFQYWQTSIRNHPFTWNTIVEVLES
DVVLRRDLAAKIREKYL                                                               
>Mbre_XP_001748159                                                              
MAEAAVETSAAPAATSSVGIINPPPEIRNIVNKTAGFVAKNGWDFADRIRKEKAGEVKFNFLQPDNPYHAYFVHMVEEVR
SGRNNELGNINLDQVTLDDEMEEDAKTVKPPPEAEFMDDPPTLSAQDLDVIKLTAQYVARNGTEFLQTLMQKEARNFQFD
FLKPTHLLFNYFTKLTEQYRKILLPRDDMLEKLRRVAKDPLSLVPEVEQMSLYKKQTAEDRQRRAEEQEREKREFNSIDW
HDFVVVATIEFGPDDKDLPPPVTAESLGIRMVQLDQLAREGYSSRTRPTEAEEAPAKDEAAQEDSDVEMEVDDDMDMDDD
TTPATVPGGPIVASANKPGTMPAQMATSEEPVKIREYDPKAKKPVQKRNAAGELLLESPITGELIPESQMAEHMRVNLLD
PKWREDKARQEEEARKRQEMHQLQGSGTMQHLKGIAAKRTDIFGAGDVETEIGRQVGAERERPDPNHPTWDGTPVLKGKD



EVARSQARALAEQSKAAAAATSGTGETQPLNIPPNMQPTNYPPNMQPPSQPAPTPMAAPPLARPPPLPSSTAPAMAVPPP
TSAPAPAPRPAYPPPPTSSTAPPNLVGGLNLPPATGGAPRGMYPPPSSGAGTAAAPAPAPAPGPTPTPTPAAPAPAAPVT
EEPQPAAEVTSEPPAKKTKADTVLSTLVPEEEFLQTHSGNVTVTVQADDEAAEGRSFSVTLPYTATVGDLKSELQTMSGL
AKNKQKLTLMGMAFGNSNTLAFYNLESDSPVQLTLKTRGGRK                                      
>Mbre_XP_001747201                                                              
MTTHKVNVKWGKQKFSDVELDANESPEVFKAQLFALSGVDVARQKLMLKGRVIKDSWDGIKLKDGMSFLLMGTQEDAVPD
GPAEKMVFVEDLTEDQLVSVSKLPAGLVNLGNTCYMNATLQCLLSAPALRKAIDRCVCVCVCVCVWCVCVCVCVCVCVCV
CVCVCVCVCVCVCVCVCVCVCVCVCVCVSESLLHNPATRAHGVECPSLNCQLSKALSDKSNNSALQVAVMLFLQDGASVV
QRYFGIRYKETMRNTEAPDEAVASSTSRQLQLSCHIDKDVTYMMAGLERALKEEITKHSDTLGRDAVYEKSAQIDRLPEF
LTVNFVRFYFKRSAGENCKIRKEVKFPLVFDAFQLCSAELKEKLAPARAHFDELRDWEAEQAAAAAGKRNKSETVSDDSD
DTWPTSFEDDPGSNNSAYYELKAVLTHKGRSSNSGHYVAWVKQDDGSWLLFDDDKVSVKKPEDILALSGSGGADWHTAYM
MLYAAQPCRKVPPKAAKSDSMDQTSDN                                                     
>Mbre_XP_001746997                                                              
MASAEDVWTLRIVYAKEKLKLEVDPSMTVQTLKDKISDMTHVPGDKIKLMHKGLLAGPGKPELENRSLVEAKLANKAQIL
VVGATSDAVKSVEQVDALAKTGALKQTEQVAAAAAARKTPWATETKHKRILDRGVPDDAPLAFLPGADPLPDAPISGMLD
GSGEKVRLHFSLTTNELIISTKRQTRRVPLSKIQQIKSEPIPSLEHYHILAIQMGSTAQSTYFVYYFPAQYVASAKGCVF
GGLM                                                                            
>Mbre_XP_001746824                                                              
MGLANVPLTKVTLYKNDYAHCLRITPAHKGTLLAHNRRGFKLSVPQQTHDVIVDTLAARIGDTVPSTQYNIEAADRFAEA
RADQANLYQFDLSGSIRGFLRSCIGAQVDLTVAQPSKTDTGIETFVTHTYSGLLAMLQDERVESVTSDGTTVTQTVTTAS
LLSSEKGLQLVPLVHLRTCFIHNKDLRDQLEQIICQKLQRSQAYQSKESGHAVITFLTPPETDELDLSVSYVCDAKEWSC
TYHLDVPTAAIKTPTQLQAMANIHNTTAEDWRNVQVCLMGSELELVNDAAASSKQQQAKKKKIQARQERGSMTIFIKTLT
GKTISLPVSPSDTMAVIKSKITDREGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGRGADADATDDWEAV
DVSAMAGLTERIAYNLSQPVDLRAGESGVVPVATFPVSARKILVYDPSFNKVNAMHSVHLFNESEAALANGTISMMQEGR
FVSQVEFSPMLPNDDAVILKFKWADIGYVSRRTTVYTFVNNGQEAMSGPSTLYINHTASMTHNGYSILTSENAIKRAEGF
CRYELTLAPGETKSITVEEEASYEEKLERKKLISKLRTASERQWLCTDIFSHENLEQLLRILSWELMENTLTDAMEDCLE
LSDLLKAERSLQELNRDMDMTGPVFEQWKVVLEGPIRQILETTQRLMNKQKQLQQAKQEAETSISTIETDQCRIRDNLKS
LEKVRGEELVSRYLKDMSKAEDDLQALRQQVRSHEREIKSLEDEVKQQSRLLHDEAEKLCDQLPPSDDC           
>Mbre_XP_001746700                                                              
MQIFVKTLTGKTITLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKNYTTPKKIKHKHKNVKLAALKFFKVDANGKVTRLRRECPAEECGAGVFMANHFDRQYCGKCGLTYFADDQKK     
>Mbre_XP_001745580                                                              
MSGRSAAQAEATAQAEPAGAPTTMGQGISPVAGQGQCSRTSTASMLQLTIKTVMGTSFSLHVDADGQVAHVKAIIAMIQD
MPMSSQRLVYAGRELRDSDTLASLGIGNGAELVLAVHVQTSLQSPMLYDELLECEELIELALEDGRFRVLLCRDADRLSL
IRFQVAAVDEDVGENNWDQRPRSSRHAPVQSFRERMQRIEDNARHRLRMADLQSRMRESKSRRRARRQHARRVRAQTKTI
APEANAVSGPNDQTAGMAGSPAMPVALRPRPPPPRTSKTNPSPTHTPNTMVVHASTPEPVSTAASAASAMLGSCGDEEAV
PPALARRTPDVLSLEHSAAGYGPGSQTSASSTGVKHSPRSHPVALPVGTHAPRVERRHIPSYAGVHTAVESASDPVPAPE
GDGVIHPPPRSRRAQPRTAGRVGPMGGLDAVSEEDDATCTQELVEAFQRMLPSRPEPPVRSPCQSVSFAPLRHSRSADTP
AGMSEWSCDGLGTPAHLPDPLGTPLDGLDPSASFHRHASLIGADPLGQSGTDIPETNTRFVFSSSTSTPPEGPVHPSTRF
APVHAPGNHEGHGHSCDHGSMVSTALAPTPLLPALVTSAAPRGTLASRARSRHFAQPKPRIASAAPQGRQLLQHQVPKLE
SQRLPKI                                                                         
>Mbre_XP_001745356                                                              
MKVTIKTIKDGTFDLQMGDDATIGEVKAAIEQSKGDKYPKDGLKVIYQGKVLGDSDTLASANFQEKDFLVVMASKAKPKP
AATPAPAEPTASNSAAPSAAASTEQPAQSAQSASGAASEDDVNRLMNMGFDRPQVEAALRRAFGNPDRAAEYLTTGMPAE
EAPSMDATPDEPAGGEGEAVVPQELSEDSPLYFLASNPSFLQLRQLVQEQPHLLPSMLQQIAASNPDLVSLINENQEDFY
ILLNAEDENGGAPMPGAGGAAGAGGSGFPGVQLTQEEMAAVERLSQLGFDRNLALQAYIACEKDENMAANWLLSNGAGMS
>Mbre_XP_001745288                                                              
MCVCVCVCRFMSLFLFISLFLKPTKPIHLFLSLSVSLCLFLSLCLCLCLCFCLSLSLSVSVSVSVSVSVSVSVSVSVSLT
LSLTHTHTHSLSHSVSRGGLDGGGERFVALDLEAPGVLALKTIIMAESEASGPMVTVNIKMVSAPNAEWCPFAGLTRGGL
SLSLSLSLPLSLPLSFIFLKERLEALSEIPPNAQRLVYSGRILNDRQTLDSYGFKSGHAMHLDAATMRSMMDNPMVQSMM
NNPELMRSMMMANPQIRQVTSLALTLAISLTLTLRPLKSSHTALHGLQDPMAAMANPALRDELMRQQDRAFSNIEAMPGG
FQHLSRMHEEIAEPLLNAAGQGSQSSSSSAPASSAAASSNPFASLLGGSWGGARREAEPSDEDIYGSGARNTGTSTSTGA
SGGSGASASHGPSLFGGLPGAPNLDGPQAAFTESLLSSPAYPEMMRNAMQDPQMMQAVLNSPMMQANPMMRSALEASLSD
PATRDLLSDPAMIERSLNMMRQMRSGAGTGAANTPPGTDSAGLPPFSFPFPGMMGAASTTNTPPTSGSGSQTPASGAAPA
PAAADRYQLQLRQLNDMGFSDRDVNIRALEQTNGNVHAAVQRILEQ                                  
>Mbre_XP_001744427                                                              
IELNVEPSDTIRRVKERVEEKQGIPPEQQRLIHSGKQLNDEKTLEEYKIESGTVFHLVLALRGGLCF             
>Mbre_XP_001744167                                                              
MQIFVKTLTGKTITLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLSGKTITLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGF       
>Mbre_XP_001742410                                                              
MQLFVRAQGTHVFEADASSTVDDVKAFVAAAEGIAVEDQYLVSAGRPLEYGLLDVSPLSTIEVGVRMLGGKVHGSLARAG



KVKGQTPKVEKQEKKKVKTGRAKRRMQYNKRVVNVVTGLGKKRGPNSQSQ                              
>Sros_PTSG_00610                                                                
MQIFVKTLTGKTITLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGVIEP
NLKLLAQKYNCDKMICRKCYARLHPRAQNCRKKKCGHSSNLRPKKKLK*                               
>Sros_PTSG_01610                                                                
MKLTVKQTSGEPLEVTECDGADDVSKLRATLAIKLSKKAEDIRIIFSGRILKDGKPLSEYKLKDGATLHAVVTSRPETKT
AEPPAQPSPSSLFRKRFSGGQQVPRAVFDDAIRLMNGERLERRYPMVQLSAPFPEIPIPGHTPSHRPRQQQQQQQAAPGS
SSGGGSGDMLTPPRPLHEYVTRSQISDALRVALGDESSGRTDGDDGDKKDGANAMDEDKDKDEGKDKEEGKDKEEGKDKD
DKDEEKDKKKEGGDASGGQMDTQADTTTQGATSTTTAAEGAAPPTTTPATGGGGQQPAAERYADQLKQLREMGFTDEQTC
IQALERANGSINIALQFLFG*                                                           
>Sros_PTSG_01942                                                                
MSDTRGRSGSGTAVPSKAIPLQQVTLYKNGLAFYEHSCAIENGRKTVYDGERAFHITIPKKTKDVVVDTLTVSSTATGAS
PRVNFDADRADEFVDRQEESQKRFFDFSFSTYMSFLRSCVGSSIDVTYVCTTTPTRAASTNGRPTGPHTTTARAQGIIVM
VQEEEELLPVGFVPAASTEHGGEAPSVPVPFANIPFAQANAPLFAQNAEPIQQQQEIMQEQAVEEEYDNDNDNVGSFHLF
GRGGSSGQGGRGAASHRTLSIPPVTKAKVPVVYLTEGGAILRIPLRSIQHLQMQDSELQAQLITALAHRRTSKFPQPKVG
SDTSISIITSDLHAHASTPHTITTSYVSESAPWTCSYRLEAPSADTVVVHGQQVMDIKRAMQPHDGDDDDDATASNSTTA
TASDGTGGTAQVGGQTAGEQDLVVLHVMARVQNTSDYDWNDVEISLVANELQLVEDPTKIDTSRPEKAQRAVERLQNMAT
KKGYSSSSAIFIKTLTGKTVSLDVSFRDTIANLKSKIQDKEGIPPDQQRVIRSEIDGSIQMKSFLRGSPEISIGLNEDLM
IGKERGLYGLVLDDCNFHECVKLDSFESQKVLKLNPPDGEFSLMNYRISGEGGAFAHALPFRVAVVLEDGSGPERKDVLI
KLESDLPRKNFGSNVVVKGTLPKGTVGCGHEFGTSGHKFTFNKEDKTFSWTVPKIVGGASCYLRLRLSLSDGQTNLAREL
GPISVEFEVPMYVCSGINLRFLRVTERGRAYTPFRWVRYITFSDSYVFRQS*                            
>Sros_PTSG_02884                                                                
MSTTNTSMQATLDARKRLAPGIGRHYFASIARHTLGLTGESGDAMLSELGRFMFLYALTKDGGVREEEPHLEPMSPPLAL
DTLWHNCILETALYKRACRRLAGRMVHHRISNTYTLTSEEKEKRRHNYFVQHIKHFGMPSMTEQEQRRRKPARGFTCVFL
KTLTGKTLTMPATPKTTIEELSHMYEARGGPPADDQRFIYAGQQLERGRTLLDYRQFSILATRCGKPKSFQCRESCRCGM
SVFIVCVDQRMSAVWVAFASWT*                                                         
>Sros_PTSG_03256                                                                
MEGDTKQEDQPQRVVVVSYGKSKYTIDTTAMETVGDLKARLAELANVEMHNQKLLHKSRQLQDDTELSDLKLRKRTTMML
VGTQQSQVEQLKKTEQKFEARERALAKRGAVVTTSPMAAQEMLFGALEPLPDSGDPAAPPASAALDLLKRLAADPNIYAI
MKKHNWRVGILKEFAPSLETGIVGVTDSCLLGYNQNKGQVIALRLRTDDFEGFRHYHVIIQTLLHELAHMVHSKHDRKFW
DLFRQLRKEYDELHWTKSGGRQLQGASSSTTSSASTAASSSFHPHTGGSSSTGGTQTPAFAGTGHTGQRLGGGTAPLTPT
PTPTRTATATAARGSGGGGGRGQPMTAAEAARAAALRRLQHTEDTSTSAPGVDGGGRDDAGHVNGDGRGESKAKKHRQGR
TGGGSDGGGCGDGDTNTTNTAECRVSSNDMDVQCDGDCSGRGHVAHVDVSDGSGGVGGSGNGDEQLVVRVRRETRPGEIT
PERREEIYRNAMLAEMRAVGPDPFTYRPRRSVKVGKEYQAVLPDLLPAPKPDITDATTRDDADDDGDDGDGGDGGGQSGV
EINEGEALRETPVSLDAVVVRSRHRGGGVGGSIQERK*                                          
>Sros_PTSG_03526                                                                
MSEAKDETAASMTLRVVYAKETKRVTVSSDQTVKDLKELIAKETGCPVAQMKLMFKGSGAVLGYGV*             
>Sros_PTSG_03527                                                                
MSEAKDETAASMTLRVVYAKETKRVTVSSDQTVKDLKELIAKETGCPVAQMKLMFKGLLAAPGKPELDAKKISETGLKEK
AKVLVVGATQTQVAEVTQADQVSNTAAFKAQAAATTVKKKWSEERVHREIIQKGPPADAPFAYRPGQDPLPDGPLAGLIG
DGGKKARLHIKTANNKLIIHYPNTSQEV*                                                   
>Sros_PTSG_03622                                                                
MQIKVKTLTGREIELDVEPDDTMLQVKEKLEEKQGIPPEQQRLIYAGKPLNDSKTLKDCKIESGCTIHLVLALRGGHRL*
>Sros_PTSG_03964                                                                
MQIFVKTLTGKTITLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKNYTTPKKIKHKHKTVKLAALKYYKVDGSGKVTRLLRECPSEECGAGVFMAAHFDRQTCGKCGLTYRFDEKQEA*   
>Sros_PTSG_04623                                                                
MAYMHDTSLLEAALRLLKELIAAETDIPADEQRIVYSGKILKDTDELRARGFRTGHTLHVVRGGDFMAQMMESPMMQQMV
DQMMSNPEMMEGIVRADPRLRTLLDQNPELRQAMRDPQIMRQSLAMARNPRLREEFLRQQDRAISNLEAMPGGFNHLRRI
TRDVIHPMEDAMRARGRGGGDDNGGDDEDDEPNAFDALFADDDASSRARPNEEALPNPWSSAPQANQQQQQQQQQQAPPN
PFAGLFGSPFGPSTGAANGTSSPSSAQQQQQQQQQGGFPFGGFMPPSMMTGQWGWPSQQQQQQQSTSTTAPTGSTQPATT
GATTPSAPTPGAPGQAPSSRYSSELQQLQDMGFTDEAANIAALQATNGNVHLAVQRLLGQ*                   
>Sros_PTSG_04640                                                                
MQIFVKTLTGKTITLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLIFVKTLTGKTI
TLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEV
EPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN*                   
>Sros_PTSG_04716                                                                
MKVTVKSMKAGTFEVEADISKPVRLIKEAIYAEKKSDDLHPDAQRLIFSGRLLKDDDVLESLNFKENDFLVVMGGKRPAA
SKPAADKKDTASSKSEETPASSSTTEPKPASTTTSSSTPAAPSSGPAASEESLNTLTAMGFDRAQAERALSAAFGNIERA
VEYLQNGIPTSAQPAAHQQGEQQQQQGEGEADSTTEEPTAESTTEASPAHAVLC*                         
>Sros_PTSG_05105                                                                
MIEITCNDRLGKKVRVKCNEDDTVGDLKKLVAALTGTRADKIILKKWYTIFKDHITLADYEIHDGMNLELYYQ*      



>Sros_PTSG_06487                                                                
MEVTVQVLPGGTFTFTLENGDATTVAEVKALVASKVAACAGKPLLTVFQGKKLADDDTLGAAGVKSGDKLFVAVAPQAQG
SQGSPAGSDETKPAQPAATGSSSSSSTSAAPAASDFEVMILVVGKGKEPLQLPNGENTTVEALQKLIAGRYPDVPVETQA
LAANGKRLQPGSTLKTYNIKNKQTIYVGRQGGAAQQQQQPKPSDDARSADEIVQDILKHLATLKQQLTREQFVKAIQKFA
KLLGNLVDHPDDPKYRRVRKENAALQRDLFGHPGGVEAVLAIGFRESEEEPGSLYIRQPSPHLGRVRQMIQAAMRRQNIP
FPSASQPQPPQGMGMGMGMPGFPFGAFPFGGPSAGRGDGDDGDDDEQQQQSSSSSSPFAPPPMGSSFGMMQDPMMQQLMS
NPELMRAVLPQAQQLMSNPQMMQQMLQQAASDPRFANNPMLSSLLQDPQAMQQMSAMASQFAANPQMMESMMGSLGGMGG
MGGMGGMGGMGGMGGTQQQQQQQQQQEQQQQPGGQQPGGQQQQQPSPWGGFGGSSLQAQEDAMMAEAIRRSLQDQSNPPP
GNNNSNNNSNGNGGGSGGRDDVPDVD*                                                     
>Sros_PTSG_07245                                                                
MQTMVVVIKTANAPQDVRDVRVQCDTNDTVAALKTKITSCHPLKPATTDQRLIFKGVCLQDAQVLRDVLGGSEDAVVHLA
LRGRSCASPGATANATSASTSVSAHSLRQRRHRPTTHNQHHNQHQHQHQHQQYPSYAWWSASPATVPAPQGVTNAHDVAA
WQHYMAWYQQYYAAYAQSFMHAHHVHPSNSHSHLGAFLPPYRQQLQQDHAAAHAAVGTTAPNNEHNPTRAGDTRTDNARA
NGDGGGDGARVGRFAQAGVGAVRIPDDDAAVNNDNQQPQAPAPAAAAGLGNDNNNNNDNAAGAGAGAGVANGINNGVNAA
QAPPGGGLGGVLWWVIKAVVLLVLIGGHDNMRRLYILATMIGIAILQQLGAFQALANWLVRLQAQQNDGAHIGNDAIEGE
DDEQQDNEQQDDEREDEHDANGGDDNTTPQRRRRRLPRNAAVNANRRSLMGDIGAIVLTFFTSMLPLEMAQQNLRIQQQQ
QRQQQQQQQQQQRRRRRRRNADNEGGDGGNDDNNAPQQQQQQQQQQQAVVM*                            
>Sros_PTSG_09241                                                                
MYKLCVCLFLLHARESKRHFFPEQATQPEKPANMQLFVRAEQTHVLDVDETTCVSDVRSFVESVEGIPASEQYVTFAGRP
LVDGPLSAFDVTELATLNVAPRVRGGKVHGSLARAGKVKGQTPKVEKQEDKKKAKTGRAKRRQQYNNRFNSTANNQKRSP
NSNSA*                                                                          
>Sros_PTSG_09578                                                                
MRVVINTLLGGAFSMLLQPDITVSQVKELIAVIQEIPVPQQSLIFRDAALSDTQTLRSAGVNDGDALTLVLSVNTAVTNA
HLPPDITTSYYDSQAESDMLRLLDLDEEAYLHLLASLADDNAQLLFYHDTDGLSVYQLPSRSTSRNQHLHSRDTPPADPL
DPHGWRRASKQLARRLDRLQENTRHRLRMAELRMRMNEKKQRRKHKKHRTTMTAAADGEGEGAGDGVTTAGCASDSQHHH
HHHHLHRHSASPEATAACANVGSADMSALPPTQDPESAYAGPESAQSNRSSALPHACLYYHHHQQQQQQQQHQQRHDNHQ
QEHAPVQQHQHQHRRAMSMTCSLPYPTPGSSATAPTTAATNHKPSPMIPGRTGRKPHASISQQVSRTSTAAAPAHGELGL
SGYRHRSPPSTQQRPRSPDVPPHQRVVSRSWIDSLHVPQASMTPSPISMQYLHMYSSAAPSVACSRAHTREGNSNLVRPL
PCKHEPQPPLPPSSSSTRAAAAAATHYTSAGVDGVRTPCGQHACEHHPTHCCHCECARHPSIASSAACSRAGGARRSGLS
DARHQYGTTLHGFVEEVELADDAHNDGNCNRHDYDDDDADDCDDYGDYGGVDGRHAGVQYPYDYVDECDDDDDDDDDDDD
DDDDDDDDDDDDDDDDDDDDDDDDDERVDAEYQDEDDTAMSDGALCCAGARRGDDGGEDEMHMYCAGPRPWDRAILQSHF
SPLSRGGRAALTSADHRHYHSHHSHHHVQSEQHVHTATPAPHVTARMDTDHDAPPAITQQQQQQQQQQQQQQQQQQQQQL
PPESHTLPSPPASQSRLHSASSSSSSSSSSFFSPSSSSKRLSITQRPGSHRRRHSSSNAQEDVDANGAALPAMQARAHVS
AGILVHPPKRKPVPPSMSDLVARHQQHQRQQQQQEAAASYHRRPHHHPSQSHKLPPQHASNTAGNGRVFPPPRLLSPVKG
VHTPATTTAPSPAPGTRRSSASKSGRRRVRHLPRPPQPGPASSSQSSSTAGTAAPSPKLPALLPSRPHHQGGNGGGGGGG
DDGVGMRGGHWHRRFNLQSSHTEPHPQQHQPYRQQQQQQRQQQYGDPALPDMLRAPPQPGTCERGLPPLPSLQHPPSRQQ
HQQHFQHPARRKRSLSSWCVAQATQHGVNGRDSGEAPHTRASLAPGMPASMHHQHPLSAKSEGAAVAAAMPSSSSSSRAQ
QQQRQQHGFRQQEHHHVASKASAATEGKKGKKRKAGLRCEWCNAKLKFPYTCRCEGQFCAKCRYSDKHDCSFDYQKQAKE
QLKNSLATCVSPRVPGI*                                                              
>Sros_PTSG_10068                                                                
MAMLAVTVTHGADKYKLSVPPSTRLRQLQDNIEEVSRVPVKAQKLLLKGRVLKDYDAELRSLTKKSKLKLMLMGEKESPE
IEQCKKKLAEVHESIQKHAKEMQTHEETWKQISEGFLAKELVPEAVKKLKKQVLGVNEMNVRLLEQMDSLPIHKDMTKLR
TTRKLHIAEIETDTQ*                                                                
>Sros_PTSG_12544                                                                
MSTNTTPSSSSSTMMRVSIRMITEETFSIEVSRQGTVADLKEAISRARGMSPATQRLLFQGRSLVDSQTLADAGVSDGST
VHLVQRAPPSDDTGNSDGADATPPAAHAAPPNTQSWTVGPTSTFQVPGFGPGMAFTLGGDQVVDIDPATGAPSQEQMSEI
QRQSPAPGQQPQQPQQQQPQQQQPQQQQQQQAQEQSQQEQGQGQQRDRAQHPASQFSLDAALEEVELRLQDLLHDLPAIP
RFSAMLESQLDELPRQIINCRRTNPDFNADGDGDGDGDGDGDGAANGMDTAEDSATANAEVSVGGSVAKGDKGSSSSGGV
EDAQKNTKEGVSKTARVPGDTQDGDGNDDDDDDEENASVGGGAGEQVEEIHCEGPSHEPSAQVAKKKKVSESTPSAHSVS
TAPSSLPSPATATATATDAEQQHAAATDGSGDGDRAGQEVEDEATVRAREAADFNFRVTLRDLISSLRRLPSVMLQFVRA
GRQRPENLSPLLHILEHLEDLQMDMASAHQSIVNAVHDFEDDQYLQQQQGQQPQQGQQPQQGQHRQQPQPQHRQQPRVQP
FVQNPQFQMPGMSPLTATVLQHPSELLQQPQPQSQPQPQPQPQPQSQPQQQQPEPVQPMAEGMHDVPTSIDLTYPVVLSS
SGAESAGQRLRVELVQLEAQQARLASQRRELAVTATDLRRRRLQLLRQARAATDPQGQDQLYAEADGLFNEEQHVADRQL
DLLEQGYALERQYNAKLRVRRCARLSMLHRTDQLRLHQQQPQQQQVPQELLPPQQR*                       
>Sros_PTSG_12784                                                                
MGGGGVNCKERESLANLNIAEEEEVEDTTEAVVKEPKPFGFGDEPPPMSVQTLDMLKLTALYVAKNGNQFLQELMQREAR
NYQFDFLRPNHSLYNYFTKLTDQYRQVLMPKREMLSSLADYANGFSAPLKRMQHVAAWGKKLAQEQQQRADEEEAERIAR
AQIDWHDFVVVATIEFGPQDSDLPPPVDPEELGVRVIEMEQAEQQLKEKLEQQPRARTAPQQEDAKEHKEEKAMDVGGEG
GEEVAMEVEEETAAAEEPAAPPPTTTTAAAAAAGGGDEIKIREYDPKSKTRPAAAAAAGKEEMLVSPLTGELIPASKMQE
HMRISLLDPKWREEKERQEREAAKRKEDWIRSGQQTMDHLKDIAARRTDIFGSGDIETEIGEKIGAEGAAETGPQQKPAT
TTTTTTTTTTTKATTNTRPAPPPISKPPASTAPPAAKPAVPATSAPSTSTAAAPPASRRPPPPSTTAAPPPPRPGMPPMG
GMPPRPRMPFPMGPPRTRPMYPHHPMGRPGFRPPPPFGFRPPPPMGPGMHRPPMQQQPQHQLVQQAQQLAAAQGGPPTKR



SKTDEMVSALKPEDQFLKDHSGDVTVNATVGVDDEAFSLTSGTQVHVTLPYTAKVSELKAKLQGSLNLPANKQKLLLNGV
ALANSKTLAFYNITAESNVEVGLKTRGGKR*                                                 
>Cowc_CAOG_00296                                                                
MDIFVKTLTGKVIPMNVKDSDLISTITAFIQKKELVPAARQLLTFAGKPLEADKTVGFYSITKESVLKVEFMAPKTINLF
VKTATGLVTPVTIKGNEPVRRIFDIMRDTHGIAAEDLTLEYDGVVLETGRAVDSYNVKEEAVLNATVVVSASSKGKGSSA
SSKPDNGSFTTSIDKHALMQSFATGQSNKVEICFAFDTTGSMSSYIAAVRAELKSISTKLMSNISSLRISICAFGDYCDQ
FSSYVLKQEDLTSDIKKLCSFVEKVGNTGGGDAPECYEYVLRRIQDLSWSEDASKALVLIGDADPHPADYTSLHIDWRLE
AEQLAHMGIKVYSVQAGGSSGTHFYRDVAAMTGGYFVPFTQFQLITDMFLAACYREASEKHLAAFKAEKQSAGKMDAQLT
SMMDAISGPAKEATVFAEAEAEVEDSSSLKPGSAKQAKVPRRTQIVYGQPNYFYEEKSGKFQQYSAKYEKAYKKILAAEA
GESVDNFADDDEDSGETSRASDSGVASSEDSDSDSEAARKPTEPHTVIPGSPRKKRSHEKTSDASKPRVSRKSKAKDGRC
VIC*                                                                            
>Cowc_CAOG_00480                                                                
MPVVNVSVKWGKQKYDGVQLDTNEPAAVFKAQLYTLTGVEPDRQKVMVKGGMLKDDDAWGKFDIKEGHSFMLMGTAGTLP
AAPVEKPAFIEDMSEAEIARACCGALHNRPKLPVGLVNMGNTCYMNATVQCLRAVPEFRQALERFAGGASNDVSQAVTVA
MRDLYRDLDRSGDAVQPFMFLNTLHRAVPSFAQLSQQHQLQQQDAQECWVELLRFFGHQLPQVSSNGAIEPASQRSNFIQ
QHFGGQLQARISNTEIPEEPSETTTESFLQLQCHISAEVNFLSLGLRNSLTETLTKNSSSVNRDCVYRKLSQISRLPSYL
TVNMVRFEWKGSSGAKILRNVKFDAYLDVFELCTPELQERLKPMRTKFKAYDDAAIEKSRSLKNSGGVQSMDTSKDEVVQ
YEPSSFEDDIGSNNSGYYELQAVLSHKGRSANSGHYLGWVRQNDGTWLKFDDDTVYPVNMDEVLKLSGGGDWHMGYMLLY
GPRRLPKA*                                                                       
>Cowc_CAOG_00620                                                                
MQIFVKTLTGKTITLDVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGG*           
>Cowc_CAOG_01293                                                                
MTSLPIKRVTLFKSNVGFYERVGTVTDNAQLSLAFSRADLGRVVKSLTVLDLGEQEHGATAAFADPVPVSSISFDANTTD
SEMLGNPLYQKLSRTSMSFGGLLSELRGVHVELGLEGAADAQSGMVGGVTEERYTSVDGIEGVRHLSVHLFNPVVGSIVN
VPMGKITRVRILDDQVRNDYQQYLDAMLRQSPKDMKQVSVICKGKGKRTILASHVSGAVEWRSTYRLLINSIKPTEKGKE
KSSPSQRCHLQALALVDNKTDEDWQDVQLSLVSGIIHVLSDDPSGATKNVKQVPRSTYQLFIKTLTGKTVTVEASARDTL
ETIKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSEYNIQSESTLHLVLRLRGDSGSSTGASSSSSNVPSASMPVEMEDAE
ARALGDTDLQVFNLSESVSIKRYQSGIVPMFSREVECMRVVVYNKRVRVSSPMNAVNFVNSTGLPLEGGAISVLEDGNYI
GEALLMQLKPQERQLVCFAVETAISVSSSEEHKESHVNRIHFRHSSDTSVDVSSAKANRLMLVHKDIKTTTYKIRNNSDR
TFATFYLDHALDPNYILTSPVEKVLKQTATVLHSLPQRICISLGPREVLELPVVEESDVERIEVVGSRMTEEALDLYVKA
KLITSDARKDLQHTLTRTACIQALNDIQLSQTWLDNAIKNRFIGSDEQKRFAEVLVVNRKLEATTASIADAERVVEEIFK
DQTRLRDNVKALEKLSGSSNSLLDRYLKEMTIGEDSLASARTVIARCKSEKVALEQDKANKWKEVRRVLTERLSALQKEA
EL*                                                                             
>Cowc_CAOG_02738                                                                
MSGPVTVTIKASTGSKITVTVDDPATHTILKVKQEVAPQVSLEPSQIRLIYSGRILKDEDTVASYGIKDGHSIHLVKSAA
PAAAGGAAPSSPAGAAAPAAAPAPTTPATPASNAQPAATAGARQPSAAAANAINAGIFGLGGAGALGGVGGMGLGNGGAF
DGMHQQMQEMMANNPEMMRNMINSPQVQAMMNNPELMRTMMMANPQVRDLIERNPELGHMLNDPSVMRQSMDMMRNPAAM
QEMMRNSDRAMNNIEAMPGGFDALRRMYAQYQEPMQEALGEQQNQTQTPQPAIPATNPDGTPAPLPNPWNTQPTANAGAR
GRIPNPAMMGANPFGDLGGLAGLGGAGGQDMMLAMLQDPQVQASLQATMADPNFIATMTQNNPLLQNNPQMQAMLANPET
LRRMTDPNTLRAMIQMQQAMGQLAQVGLLPNMNEMGGLGGLGGLGGGGFGGFGDFGLGNAGGAPTGGATTTPAQPPAERF
RVQLQQLQDMGFYDEETNIRALTLSQGNVNAAIERLLNQ*                                        
>Cowc_CAOG_02854                                                                
MASSSSLQTLVVRTAPLPGFVPSTAAPLPSSSLSSSSSSSMAGQSLTAAAAAAAGDVVVEIAASASLRDVKQRIAQTHPL
RPPVDAQRLVYAGRVWTDSATVRDMLQSPLALHLKAQHSQPMLVVHLILPASIANQHHHNHHNQHHHQQQKPTPTPQSST
NPANLPLPLRADTSTDTTIQAQAPPHDATTPSRNTLHDAIAAAHLPNAHAAMYSHALLIQQQQQNLMLQHQLQQMQAIYM
QTMMPPFASPFVMSPLHAAPPPALVDPALFPQPFMQAPHYPFNPVEEPLVAPEPIDPAVAEAMAEEEQIVRDAEIAAALE
DEMEPREGPLSLLIKLVIVGYILTQNASFYKKAAVLIIAILIFIVQSGLLRRRPQPQRRQQPPHPPAQAAPVAAGGGGAG
SAAANVPAGDTPDAANAVPAAPVMPQSTTSFTAPLGGASPISVCLFAVC*                              
>Cowc_CAOG_03184                                                                
MYIFVKTLTGKTISLDVEPTATIDAVKAQVAEREGIEAEAQLLIFGGKPLTNGNLMDYNIHKECTLHLVVRLKGGAGKTH
SSETHAFPTAYKTTAYKSSA*                                                           
>Cowc_CAOG_03260                                                                
MQIFVKTLTGKTITLDVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLKLLAAKYNCDKMICRKCYARLHPRATNCRKKKCGHTTHLRPKKKLK*                               
>Cowc_CAOG_03509                                                                
MQIFVKTLTGKTITLDVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKNYTTPKKIAHKKKKVKLAVLKFYKVDENGKITRLRRECPSAECGAGVFMASHFDRQYCGKCSTTFVFKGQEAK*   
>Cowc_CAOG_03682                                                                
MITITALHDKHQVPISIDGAATLADLQRAAEVAVQVPVHAQRWMFKGRTLKDPSETLEACGIVDGVRIMLIGRKATEEEA
ALSAQVTAVTATIQKSAAVVRELDLSLRQLKQGFLDAAKVAEDRERIQKAASKHAEEITQALIKLDAMSFNGLTERQEDQ



LRLQRKQAISLAHQTGDQADSILKELKQLAH*                                                
>Cowc_CAOG_04037                                                                
MEQETFEAELNKYRVVRNKDYTTQEHIKPASFAPPQPRTPSSSSSSSSSSPSSSSAAAAGNKTPVRTVTYSSSSSTSSSS
SSSSSASSSSSSGKSTSVESEPGPEISVTIKPLKGDEFSLKIACSETVYALKLAAESKCSIPAGQQRLVLKGKALVDSNS
LAAAGLVEGCKLHLFIKAESSSAPASPSTAVASPSATPQHVAVIAAPSSPAPPTGPVQDIILALTRFLEQRRTLTPEQIG
ATVRTFKKDCAGFLSSLSLDDIERFASSINASHSKV*                                           
>Cowc_CAOG_04320                                                                
MSAMEVLVNDRTGRKARIKCNSDDTIGDLKKLIAAQIGTQADRIVLKKWNSILKNQIMLQDYEISDGQSLELYYS*    
>Cowc_CAOG_05242                                                                
MSEASTSSGGDGLIQLTIRTLENREYKFRVAPRCGVTELKLQIQEASGLVPSQQRVIFRGKVLRDEQTIADFGIQDGHVL
HLVERAPDIGAAVAEANNAANNGGGETTAASPSNQPTNPQIDMQGLQNMVFGTLPAMLPGMVNALFTTIAQTVNPAAPGA
AAGVAGAAAPGAPGAAPAPSTAAPGAAPQPQPQPGMPHVHGQIFTMNMPGGAAPGAPHPNVQPASTEAMIVNRCRHARDA
FVTGANVLRSPAEAVVLPTDSPVSNATNTQALQALSEALRASLQLQSTMSVKLERLASALAGEATITEPLHRAEVQQIAG
QIQRSLQSAAHGTALLGQPLAMLNFGQAAGAAQFVAPQVPHPHGHGHVHVHQRFGPQFAAAAPQPAQPGSPSPAAGQPAA
GQPGQPARPDVHVHTTPFGQAFTINFPPQHIPVNNPAAPAGAGAAAGDALNPLAGLLQLLTQRAAPAAPATGPAPAEDPS
AVSRDHMESTLRTALAANPGASASAVLTTVPTNANGDAAATESSVLDPLFDSLLQSWTITELSELANGNFAPLARARPVI
RTFISEHLLHTTDITADLIPLVTADFLEVVLAALQSFALHPNMLPHLVPGTDLAASVASVLRGYLQQAIRLVVAPLEEGP
FIEQFKAIVVDGLVSLMLVASLCLAGGVADLAPAIELFLRQRHLPAAARGTQQLIQLFRSHAVRLLDGFNPQAHVVRVTF
QQPSATAPLTVEAINAAGTQVRAPEPVAVATAPASSSSTLPAPAPAPAPAPAPAPAATTTAASSSSAPAPTTPLRTAASS
VASAQASSAPSSPVVTVPAEAWHSHVPEFDRAFWASTIAQDVQRQQSQPKQRPFSDAYAAGGSAASRAAKPALPQNFDQL
MTGLLDHSLEAAGVASETRTQVLNAASTDDTLRNSFRAHVRREIGQTVVAATRANDLSDTQHKTALKVFGPPSALSTNL*
>Cowc_CAOG_05933                                                                
MQIFVKTLTGKTITLDVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGKVHG
SLARAGKVRGQTPKIEKTEKKKSPTGRAKRRLQYNRRFVLALVKGKKGPNTQNVAA*                       
>Cowc_CAOG_06148                                                                
MAPTARETERAAWAWVGQVSRAQDITQAHINCAFRVDHPVCPVQRFDVASASSPDGAGSGAETSTAALAASDAGANPVAS
LAGHRKNCTSNPNCVGHLGETGLRWSAETAVGARAAERRQQSQSKQQQQQQQQQLKASSNEMPSAASTSLAATVPSEAML
VNDATAEGPLDGEASLDCKPKGRRSASRSASAKQSSARSQSNTSEASSKDAIPATAVIAPAATARAAAAAAAASGVTSSD
QAGQSVSATELFPDVPEITDDDVRQVESKILSILGPDPQLSLRPAGEYAGLRNHGATCYANCFLQVLFHNQSFRRAILAY
NPSQSKRLRHLQPDKSACFQLQALFMRLLHSRTSFVDPLALIETLGLKKNEQQDAQEFNKLFLTLLEREVNDQPDATVRH
IVQSQFRGMYVYVTQCLQCKTESVRDSPFFELEVPVQGHRTLDDCLNSMLAKEQLNGSNKYFCGSCNAKQDAVRFMRLRE
MPPVLNIHLLRYIYDPVAHNKKKLVNPITFPDELVLTPDRFVASAPTTTIKYKLKAVLLHRGNSANAGHYFAHVRAPATE
SAATLGADASSSSSCSSQLLGQNGTHRPVSSGAGGSSSSNGSEALGGLSQSPTSNSADVWWTFDDEHVTVMDDETARTKM
DHERGYTSYTAAAAANAAASELENGSDTSVESTSKANSTGRKSKSKSKRNTGSTTAAGRGARKRPTKSNNPPSHRSSDFL
ADDGDDSDLIVAQLLQAGSDDVELSGVTSDHSSDEEYASKEATKSVRKAPGRKGRPAKASQSATRGKRTRAQAEEEDAVI
EISSQQARDPKASAMVVDVASTEPQGIELIDISSLDGVPPTHKPTEASNSDSSEFPLPSASTPSSTAAAAATATAALVLA
EVIASEDDEAARPGKRPRRDATADQVPPHHHRSGKAYMLVYVREGSDKELAGAVDQPQSVSQPMDVDMDDVASVDQPADS
STNRSPSSAYQAAMHAIRQMNEELGRHVIAYNQRKQQMLRTVLESKLASRRWFNALARPVRHPSAHALQQLLQDVNVEVE
VDDGNDVTTISESAPQPPLLQQNTADDGGAFDIISMDWLRNWLTRVDRDAVPAVNNSAILCDHDKVDPLAIAHFKFIRSD
TAEALYKRYGGGPRLTAPEALCRECVVREWHVRSTANQLTADQLHVKQIVEAAAGAPSPASLKDCAWVGRQSMRDWLRLK
TSAQSEQARSEQSRLEDLQQARQLEARQIIAEQDMERQKERDQSALTALNATAAKLVMLDNPAPSSATAMEIDGEPSSSS
SSSSSSSSSSSSSSSSSPSSQQPLMKLEHTNGTHGGDAGDDDEVVFQQAPDVSILPNALRSADANAAAAVATIDLGELPP
SSSTNKPAAKSSSTLFNGELICRHGNLVPESIAPRTAVPLGVWHLLPIHWPDSSTVQPIPATTPDCSLCLASHSANHLAA
SQVHADLAQQRSLLSALYKNTHRPVLHASEPARVPDVVQRQLAADAVFAAHDDEDIDLVDDSADARSRPAVASHAAEPEN
GHAGRNPVLAAFAVNVFAVESVFLDQWRAVLRKPKGAVLPGVLTNDSLFCHHSELVIAPLDAIDPMLGAEMPSPARYTLV
WPREWDLLVKWYSKPRESAAVSSTPNNHSLSSGDVQDGVAIADEAITAAASSSSAGATPRAVMLQFDPVARCWASVIPTC
TSCIGRLRQTEEEARFIYVDSPFTVVHLAKSEWSQVHHQAVERARQPAVMPWGSASAIVPAPASPDNPPSTAGESPSTPS
QGRFSVLGTRKASRRRGKQHKVFVSSTDTLKKLKLEIMTKFQVAPIDQHVFDGERELRGDTLTLAQLHVAPSSVLELAID
QVDSQPDLEAIIAEEADTSARGKIETGFKGTGLLSL*                                           
>Cowc_CAOG_06230                                                                
MLRITVTTESEHTYFLEVADDMELQDFQALVEAESGVPMAEQRLIHNGKALAGANKALGALGVGVDDVILLARRTQQSQQ
RTAAAPRQQTHAASSGNSNDPNDPMVLRQTIQNDPALLARIRHNDPELADAAMELNPARFVGLIRTRHAEQRERQRQEMA
LLTSDPFDVEAQRKIEAAIEAQNIAANLESAMEYNPEAFGTVVMLYVDVFVNKVPVKAFVDSGAQMTIMSDTCATRCGIM
RLVDKRFAGIARGVGHAKIHGRVHSAEVQIGTNFLPCSFSVMENQPMDMLIGLDFLKRFQCVIDLRRNVLVIGTTESETP
FLAEKDLPLSARPGGGELTEEERALLNKPSATTSSSSATTPARSTTSTPVEVPPPVSTPSSTPISREASQTRAPLASQQL
PNFSNFMGQPAATAGFPQQQQQQQQQQQQQQQQQQPPPVQLRQSDIDALTGLGFSAEQARTALQNAGGNVDIAASYLFAM
TEY*                                                                            
>Cowc_CAOG_06522                                                                
MLIKVKTLTGKEIEIDIEPTDRVDRIKERVEEKEGIPPAQQRLIFGGKQMNDDKTAAEYKIAGGSVLHLVLALRGGC*  
>Cowc_CAOG_07189                                                                
MTGSMYIRIKRKKLTVFLECSLSDTVGVLKQKLGRIVQMEPANMRLLFDQQVLDDSKTVELNRLANDDQVVLVYKQADGE
WEAPDVTPTDTANLDAKLDDE*                                                          



>Cowc_CAOG_07876                                                                
MGNCLGGSSGGGGGGRPLSPQQQQLQQQRQQQQHQQHQMRQGIPGGRAPAARQGEVVFGRNQPLERQPPSWAAEVHVNRA
MLAHKREEFWSTAPEFGGQREIWQALKGAAETSDHALAQAIVDGAGISLPLGQLTDAYDERGYKYTVPLFCLSDPSNLAA
DDQPDPANAIALDTQRTLDKTLRLRLSTMKDVKLPYNDQDTVLELKHRLAAAENIPVASQRFFMSGKEFADRTVIGLVSV
PQGFVIQVLVRAAAP*                                                                
>Cowc_CAOG_08210                                                                
MRITVKTLQQTQFAIDVAETDSVVDFKTKIEAAQGAGYPVAGQKLIHSGHVLADDKSIADYNMKENDFVVVMVTKPKAAP
AAAPAPAPVAAAPAPAPVAAPAPAPVAAPAPAPAPVAAPAPATEAPAAAAAAQEAAVGANALVVDEDQERVILQLMEFGF
ERDQVVRALRAAFNNPDRAAEYLFNGIPRHVEQALAQQIGGGAHQQQQPQQPQAQQQQQGQPTQTQAPAPAQLGGDLFAG
DYEDEGDEGEDEDADGPNPLEFLRSQPQFDQLRQLVQQNPNLLPPLLAQIGQANPQLLQAIDQHPQAFLRLLQEPAGGAP
GAGQNVIRVTQEEHEAIARLEALGFSHHRVIEAYFACDKNENLAANLLFEQPPEEEEDQQQQPQQ*              
>Cowc_CAOG_08398                                                                
MQIFVKTLTGKTITLDVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAKCPFEGC
SAKTALVIGDCKYCKSSFCGTHRLAETHKCPGLQDCRKQAFDKNANKLISEKCVAAKV*                     
>Cowc_CAOG_08691                                                                
MHIGVNQPGGTQLWYEVDAEATTVGAFKALIHREEGIPAEMQHLYFKGRPLNDERSLASYEIDADTPLNMRTALVGAGGL
CDVNLKDFELKERCCCCYCGIDAHWNMCQFLCVHGKCNLG*                                       
>Mvib_comp8581_c0_seq1_fr1                                                      
CSRTECGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEASDTIDNVKAKIQDKEGIPPDQQRLIFAGKQL
EDGRTLSDYNIQKE                                                                  
>Mvib_comp10715_c1_seq1_fr1                                                     
PRKCSPKAWRSSAPAWGKPSLLQPPSVMQIFVKTLTGKTITLEVEASDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDG
RTLSDYNIQKESTLHLVLRLRGG                                                         
>Mvib_comp10715_c1_seq2_fr3                                                     
GGIPSLSVN*AGMQIFVKTLTGKTITLEVEASDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLH
LVLRLRGG                                                                        
>Mvib_comp5748_c0_seq1_fr4                                                      
LLLDRGVANTSYASLNVGWIDMAIQHRSEACLIAILVHIFDRPAPHDTATVVVQSHRYIRRELPDAALAWFDHWLAHSYA
QTSATGANRRRLASLYEDALAYEEAERQRQAAAALQRGGFPVSIRTLTGKTITVVCEPGKTVAHLQSLISDREGIPCKDQ
RLVFNGKHLVENVALDVYGIVEGSTDAKSRCVMLVLRMRGGST*TNKTNTIIIIFLLL**PQ*Y                
>Mvib_comp13371_c0_seq5_fr4                                                     
PLLLTETAMQIFVKTLTGKTITLEVEASDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKES       
>Mvib_comp14275_c2_seq4_fr4                                                     
DAVKVVGTESYATGDAAVAEKVDPLKWMEKFSDDEEVARGELVWEVEGLDHSENKIYSSDVIIDGDPWRLMAFPRGNRVN
QHSEFSLFIERKDKEKAPRGWQKFVQFQIRAISSTGEHFAKEADHRFTVAECDWGFSKFMLHTDLLMKSKGFLNSGKFRF
EATVRVLKGTSLLWGAYSTWDSRRETGFVGLQNQGATCYMNSLLQTLYMTGAFRKLVYNMPVTSAKEDKLNVALALQRVF
YELQNADDSVSTTQLTKSFGWASIDAFMQHDVEELSRVLIDNIEAKLKGTEQEKAISQLFQGHFYNYIRCVNVEYTSSRE
EAFYDIQLNVKGMKTLERAFEDYVQEETMDGENQYDAGEHGKQDAKKGVCFKQLPPILHLHLKRFDYDWNNDAQVKINDR
LEFPEEINLDRFLKESDPDHPADYSLHAVLVHAGDVHGGHYVVFLRPGAPGSEKGNTWLKFDDDRVSRARKEDAIDGNFG
VDPEPENGAATTNMTGGLRTYSVAPRLSRRVSNAYMLVYYRKETIAECMPYPSGEDIPEEVRERFTLELQNHENMLRERE
QEQFFTRVHVLTDEQAKLHTGFDLFDATSVNSNKPANWTGHNIRIKRDATIADLKAEIATLTQVPVDQQRLWSFVGRENG
TTRPETLLDKDTDSIESVSSTMGDERAFAVYAELGTRDESSGGGG                                   
>Mvib_comp15182_c5_seq1_fr4                                                     
DKKSRWRHQLRAQVERASRMALSDVRVEWITHRDDADGDDNGNVQAPARIVSLYSGTRQLIYGFVGYCRQAKLHARANGM
PIETVVTAEGHKDRHGRTLHQLAARSMIRDWEEGAFADDAVECKMRKRTTKDAITRMSIEYQIVTQHTSFVAIEERHEGE
EVPRDAPSVAELVAAETVDELAYIGFNDDSKESSAHDGDGSGGTSGPVDVHDRVRVLQLVGEADQAFTMGNALRARLMLS
NVYERAAEQITITDDDDDNESTNDDCVWTRMQCAAQLWSMALQERSHVEAEEYASEFLRLAEQHSTIAAELRGSSGYAEE
ILDEAQRRVEEQREAERLDELELKREREEERRRVQESSAESLRVPSRNRATRRRLHVKSLTGKTITVSDLVTVADLKRSV
QNQEGIPADQQRIIFGGRQLGADSDLLESYNVGEDATLHLVLRLRGEPKKEMDPAAGQESLRRNRRSPHAPKLVDAVSVK
DKSVFECADAPTPPPIPEPMEKNDDNNFFASMEEAQAMEEDDILPCVIDMGADTTKAGFAGHEAPDTVFRSLVGRPRHQG
VMVGMGQKDSYIGDEAVSKRGILSLRSPFERAPRPPIPDSSSFAMAAMPAPADNSRRHSSGSVGSAQIKDENNASSLDSW
GSASMDEEEGGDMRSDTSFFSDSHSCENGKPGAYGNAINFEGGEADECEYDLEEACQEEVEEEEEEEEEEDRREETKKKM
KKRKFGGFHKVSMDLCDDDAGETSLFTLPDEKQKNMLVIKPKLEVAQEEPRVALGRSHHRRLSPPPAPSSAPSPPSVGGG
GPPPPPP                                                                         
>Mvib_comp15759_c1_seq1_fr4                                                     
LLLLK*FKFAVMSTIKVNVKWGKQKLSDVEVDLDEPGLVFKAQLFALTGVAPERQKVMVKGGTLKDEADLKTLNLKPGQT
LMMMGTVGELLQAPTQATKFVEDMSEKELAIATKEPSGLENLGNSCYMNASLQCLRKIEPLRHAISQFKGALSFDQESNL
VWALRDLLRDMERGGSVQPLRFFGMLHSLHPPFAEMGNGGLQQQDAQECFNLFLRTLSSRLPALFPGGTNVVEEFMTGRF
ATERVCDEEGSDEREVTSETFNMLSCHISVEVNHLLAGLRNGLDEKITKHSAVLDRDAVFVRQSRISRLPAFLTVQEVRF
CWKGNVSAKILRDVKYGAVLDTYTLCTPELQAKLVPMRDRFKAYDDAQLILAQRAKGLRKGKGAAPMETDESTESSLYSF
GNENETNKTPPPYSFEDDIGSNNSGLYELTAVLTHKGRSSNSGHYVGWARNKGDHWLKYDDDTVSNATTDDVLRLSGGGD



WHIAYLLMYAPRQLPSDEADVLERAAVIEKELEAEKARLEAEEAAAKNTNAKRVI*TLVHFLFSH*EL****I       
>Mvib_comp55592_c0_seq1_fr4                                                     
KKPIKILFLVAMETPNGPAPVPIAKGSSEQLVVVKSPSGTAADHQIACSPTWNVRQLKERLENEYPGSPSARAQRLIHAG
KLLDDRQLLSDALRHSTTVHLVVRTPDPDTRRTAGLPRPVQRRPDPAATAESVAAVVAAEAPSLRRVSHTAHPPATH   
>Mvib_comp6893_c0_seq1_fr5                                                      
NFRRLWNCPRLSLSLCLCRVCSPRL*VSFW*TSHRQSQATQAKMADDAVVTVVVKWTGTEYPIQLGPTETIADMKHELYR
ETGVSIEKQKILGLKTKAGKAAKDEHSMSELALKEGQKIMMMGTRDADMLQPPPDTDDTVVNDLEATEDEVAVQHRTDYH
AKIARRVATYDIAELNAPRPGKKLLVLDIDYTLFDHRSVAESGRELMRPFLHEFLSAAYVHYDIVIWSATSMKWIQLKMK
ELGVLDSVTYKLTFMLCSRAMITVHAPVYGTIDIKPLGVIWAKYPDVYRPSNTIMFDDLRRNFLMNPQNGLRIRAFRDAH
LNRETDTELLRLKDYLLAIAPLTDLSELDHRQWERYLRDRQ*GISKILIIICE                           
>Mvib_comp7781_c0_seq1_fr5                                                      
SFLFLFSSSTSCPSSLAHTAPFKMMIKVKTLTGKEIEIDIEPTDKVERIKERVEEKEGIPPPQQRLIFGGKQMNDQMTAA
ECKVVGGSVLHLVLALRGGC*TSERSLCVCERETARERERDGECVCVCETV*VCVCCSSRVSTVYKLY*DLSVSVKKKKK
K                                                                               
>Mvib_comp8437_c0_seq1_fr5                                                      
FIMDEETFQRALQRYPVVRDREHTNNSHLRTPDNVVRLPRPVKGIARRQNTLLGESSDVARLFVKPLKSEPLCIEIDLNR
TVADLMRAIEDESGIPSSGQKLILKGKTLSDPTAPLSTFNFESASFKLNLMVKPGTQVRALAPKVNAPSSSTPNVTESTD
AATSEAAPELWTVLMDTLKKHLQDDQAQLIFNEVRRSFSSI*KSKDQTPLY***HPW*LVLSFQVYCAE           
>Mvib_comp12426_c0_seq1_fr5                                                     
RTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDG    
>Mvib_comp13059_c1_seq1_fr5                                                     
FLII*HSGMSTDLKITVKTSQGKQFTTVAQSSWTVLQFKGAIVNDCDVPAAAQRIIFSGRILEDGDTLESCGIKEGHTVH
LVRRQTAPTAPAPTATPAAASPAATGAQAPLFNGLPSFGAPAAGAGAAAAGGVPGPGGVGH                   
>Mvib_comp13360_c1_seq1_fr5                                                     
FFFFSVN*AGMQIFVKTLTGKTITLEVEASDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKES     
>Mvib_comp13371_c0_seq1_fr5                                                     
YNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEASDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQ
KESTLHLVLRLRGGGKKRKKKNYTTPKKIKHVRKNIKLAVLKYYKVDENGKVTRLRRECTNEGCGAGVFMATHADRNYCG
KCGLTYRITGDAAGESSA*IAP*SPPTPTQPHSTK*TTPCQFKKKKKKK                               
>Mvib_comp13371_c0_seq2_fr5                                                     
SHIEKLPTLLLQTNMQIFVKTLTGKTITLEVEASDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKEST
LHLVLRLRGGGKKRKKKNYTTPKKIKHVRKNIKLAVLKYYKVDENGKVTRLRRECTNEGCGAGVFMATHADRNYCGKCGL
TYRITGDAAGESSA*IAP*SPPTPTQPHSTK*TTPCQFKKKKKKK                                   
>Mvib_comp13371_c0_seq3_fr5                                                     
YNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEASDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQ
KES                                                                             
>Mvib_comp13371_c0_seq4_fr5                                                     
SHIEKLPTLLLQTNMQIFVKTLTGKTITLEVEASDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKES 
>Mvib_comp13378_c0_seq1_fr5                                                     
LIYFLTFFALLLFTTKLTIILSQSNTLPCLSLFFTLLPPSVFA*TPVVILASFSLATSFLFFTMQPPVSQQQQLYLRIKR
KKLTIFIETAHNELVSGLKGKLDPIVKVDSQKIRLVHKGVALDDASPLSAYPVQNDDEVALCYKGDDGVWEDVDITPVSQ
PDVVAPAEAE*IIKSCYKEFCLTHTHAKKRLE*FPSINETNCDE**K****                             
>Mvib_comp14275_c2_seq3_fr5                                                     
GRLRKFFKGRGRPAMAQTDDKSAPAGDAAVAEKVDPLKWMEKFSDDEEVARGELVWEVEGLDHSENKIYSSDVIIDGDPW
RLMAFPRGNRVNQHSEFSLFIERKDKEKAPRGWQKFVQFQIRAISSTGEHFAKEADHRFTVAECDWGFSKFMLHTDLLMK
SKGFLNSGKFRFEATVRVLKGTSLLWGAYSTWDSRRETGFVGLQNQGATCYMNSLLQTLYMTGAFRKLVYNMPVTSAKED
KLNVALALQRVFYELQNADDSVSTTQLTKSFGWASIDAFMQHDVEELSRVLIDNIEAKLKGTEQEKAISQLFQGHFYNYI
RCVNVEYTSSREEAFYDIQLNVKGMKTLERAFEDYVQEETMDGENQYDAGEHGKQDAKKGVCFKQLPPILHLHLKRFDYD
WNNDAQVKINDRLEFPEEINLDRFLKESDPDHPADYSLHAVLVHAGDVHGGHYVVFLRPGAPGSEKGNTWLKFDDDRVSR
ARKEDAIDGNFGVDPEPENGAATTNMTGGLRTYSVAPRLSRRVSNAYMLVYYRKETIAECMPYPSGEDIPEEVRERFTLE
LQNHENMLREREQEQFFTRVHVLTDEQAKLHTGFDLFDATSVNSNKPANWTGHNIRIKRDATIADLKAEIATLTQVPVDQ
QRLWSFVGRENGTTRPETLLDKDTDSIESVSSTMGDERAFAVYAELGTRDESSGGGG                       
>Mvib_comp15886_c0_seq1_fr5                                                     
*NFYIPIIMKVIVKTLAGTEHPIEIELSDTVAEIKAKINSIDPAVFVTERLKVIHVGKILDDSKTAGDYDIKADAVLVTM
ISKTAPKTAAAPAPAATPAAAATPAGAAPPAGKPTSVFSPP                                       
>Mvib_comp141906_c0_seq1_fr5                                                    
STRIKERVEEKEGIPPAQQRLIFGGKQMADEKTATDYNIEAGSVLHLVLALRGGRM*FQDLE*ITTVRKRIGNMPFFILQ
CG                                                                              
>Mvib_comp11068_c0_seq1_fr6                                                     
FFFVLIQMESEVDELHLTVLTLDSSEHRVTVRASENVLSLKKAIESATGVAVGRQRVIFKGKILQDAERVGQCGLTDLAR
LHMVESEGRQRNSNSRGANASASGARGAPQAAPASASATTNTTTTTTTGTLPFTFQSNAVATIQNFFTSL          
>Mvib_comp12939_c0_seq1_fr6                                                     



QFCCICRECCVMSAAAESPVADSVSAPVIAFKVTFNKVLYALEMSSSSTIGDLKTTLQDLTGCPSAMQKLTYKGLLKDDS
KSLASVGISSGTKFMGFGSSVNDLMKISAASASGARASASSSSGGGALESVANDKWCEKTEHKKVLDKGIPDDVMAGKAS
GQEALPLTPLTGLVNRVHQKVRLSVKLETDELCISTKDRTQKFPLGQVRAITSQPIESHAGYVILAIQVGPTEASRYFVY
WFPAQYVSAFRRSVMN*FLFVH*TSTYSFTHS*                                               
>Mvib_comp13200_c1_seq1_fr6                                                     
APLVAAAAAAATKTASAVPTPPAPSAPTSAVAPPRGTVPWNQISSLGSRAAAAVVQAQAATTIDETKSSRFGADAAIAAA
SAAATLLPTPTTVPQQRSALPGFAAPAPHMGGFIAPPPPPAKRPLDTTEDDSHANDHEILVKRPRTAAEAAAQTLQLVSE
EEFLKENSGPVQFTIEMVYNDDESKRVEWGLDGTRHAIEADVTDTVATLKTKIFERTQLPTSKAKLSIMGLFLKDAHSLA
HYNVTSRTLLQVALKERGGRKK*SVTFLCPLKYKNILLFLSK                                      
>Mvib_comp13378_c0_seq3_fr6                                                     
GLYSSSSSSSHNRTQQPPVSQQQQLYLRIKRKKLTIFIETAHNELVSGLKGKLDPIVKVDSQKIRLVHKGVALDDASPLS
AYPVQNDDEVALCYKGDDGVWEDVDITPVSQPDVVAPAEAE*IIKSCYKEFCLTHTHAKKRLE*FPSINETNCDE**K**
**                                                                              
>Mvib_comp14275_c2_seq1_fr6                                                     
AGCGNSSKDVVAQQWHKLMTRARQQMVGLVRNIVFFSLGPLSCSVATPTAMASPCVHIYSDATLCTSSAVSFFVQGKFRF
ASHPTPFV*APFPPYAASVCPLYCPRVLYTAPTPLLLVVLTCFDPQRERERDR*REKILSMLATPHLASLLR*TTLY*DA
NGTILKNAISLRGSSISFESSFFFFLVTFECL*QHID*SDHHGQRGCDREWG**C*DGRSESGGDGILCNRFQRCTVPPK
LHFSLSVGACGAHTLPALFYVGDAAVAEKVDPLKWMEKFSDDEEVARGELVWEVEGLDHSENKIYSSDVIIDGDPWRLMA
FPRGNRVNQHSEFSLFIERKDKEKAPRGWQKFVQFQIRAISSTGEHFAKEADHRFTVAECDWGFSKFMLHTDLLMKSKGF
LNSGKFRFEATVRVLKGTSLLWGAYSTWDSRRETGFVGLQNQGATCYMNSLLQTLYMTGAFRKLVYNMPVTSAKEDKLNV
ALALQRVFYELQNADDSVSTTQLTKSFGWASIDAFMQHDVEELSRVLIDNIEAKLKGTEQEKAISQLFQGHFYNYIRCVN
VEYTSSREEAFYDIQLNVKGMKTLERAFEDYVQEETMDGENQYDAGEHGKQDAKKGVCFKQLPPILHLHLKRFDYDWNND
AQVKINDRLEFPEEINLDRFLKESDPDHPADYSLHAVLVHAGDVHGGHYVVFLRPGAPGSEKGNTWLKFDDDRVSRARKE
DAIDGNFGVDPEPENGAATTNMTGGLRTYSVAPRLSRRVSNAYMLVYYRKETIAECMPYPSGEDIPEEVRERFTLELQNH
ENMLREREQEQFFTRVHVLTDEQAKLHTGFDLFDATSVNSNKPANWTGHNIRIKRDATIADLKAEIATLTQVPVDQQRLW
SFVGRENGTTRPETLLDKDTDSIESVSSTMGDERAFAVYAELGTRDESSGGGG                           
>Mvib_comp14275_c2_seq2_fr6                                                     
AGCGNSSKDVVAQQWHKLMTRARQQGKFRFASHPTPFV*APFPPYAASVCPLYCPRVLYTAPTPLLLVVLTCFDPQRERE
RDR*REKILSMLATPHLASLLR*TTLY*DANGTILKNAISLRGSSISFESSFFFFLVTFECL*QHID*SDHHGQRGCDRE
WG**C*DGRSESGGDGILCNRFQRCTVPPKLHFSLSVGACGAHTLPALFYVGDAAVAEKVDPLKWMEKFSDDEEVARGEL
VWEVEGLDHSENKIYSSDVIIDGDPWRLMAFPRGNRVNQHSEFSLFIERKDKEKAPRGWQKFVQFQIRAISSTGEHFAKE
ADHRFTVAECDWGFSKFMLHTDLLMKSKGFLNSGKFRFEATVRVLKGTSLLWGAYSTWDSRRETGFVGLQNQGATCYMNS
LLQTLYMTGAFRKLVYNMPVTSAKEDKLNVALALQRVFYELQNADDSVSTTQLTKSFGWASIDAFMQHDVEELSRVLIDN
IEAKLKGTEQEKAISQLFQGHFYNYIRCVNVEYTSSREEAFYDIQLNVKGMKTLERAFEDYVQEETMDGENQYDAGEHGK
QDAKKGVCFKQLPPILHLHLKRFDYDWNNDAQVKINDRLEFPEEINLDRFLKESDPDHPADYSLHAVLVHAGDVHGGHYV
VFLRPGAPGSEKGNTWLKFDDDRVSRARKEDAIDGNFGVDPEPENGAATTNMTGGLRTYSVAPRLSRRVSNAYMLVYYRK
ETIAECMPYPSGEDIPEEVRERFTLELQNHENMLREREQEQFFTRVHVLTDEQAKLHTGFDLFDATSVNSNKPANWTGHN
IRIKRDATIADLKAEIATLTQVPVDQQRLWSFVGRENGTTRPETLLDKDTDSIESVSSTMGDERAFAVYAELGTRDESSG
GGG                                                                             
>Mvib_comp14429_c0_seq1_fr6                                                     
IYVLHTDTQCFLCCSPMRITVLDRTQNVFPVDIAPTAKVDELKAMLANVTGIPAASQHLSLFGGSEITNGNLTLSDAGVS
ENSMVLVSQKTPVVPAPAIQPDALSSMLGSLARGIRVPGNAGANAVAAQQSREDAEFIKLRDHFRSDPYTLSVLKTNNPA
MAEAVLGDDLEKFKAIMKEQQRMKQEAKAKEMEMMRRAEQNPFDVEAQRYLEEKIQMENVIANRNEAVEHNPEVFGQVHM
LYINCEVNGVPVKAFVDSGAQMTIMNDQCARRCNLLHLVDRAFAGTALGVGSAKIMGRVHRAQLKVGDSFLTTAFSVMEN
QSIEMLLGLDMLKRHQCCIDLAKGVLRIGTTSAETPFLSENEIPLSERHQEIPPETPTSTSATTTTTVSTTAAAESATIN
ESVVTELMQTTGMTRDVVLQALQASNGDPNLAAQLLFPQ*QNIK**YFSKPEPI                          
>Mvib_comp14429_c0_seq2_fr6                                                     
IYVLHTDTQCFLCCSPMRITVLDRTQNVFPVDIAPTAKVDELKAMLANVTGIPAASQHLSLFGGSEITNGNLTNPQRNP 
>Mvib_comp14453_c0_seq3_fr6                                                     
YSSSSIHFYLIYPLSMQVTVKFGTEVFLLKGLTASTTMRELREQLARLTQVPLDRQRLVGRKLKGRLPDGDEAIGDVGIT
DGAVLMLVGSTDAQIQTVHNAAKGAEMRERYKVSVDVRALPAPSPARDGFGFAALQVLEQFSETSQAKAHDLLRKLAVDP
GIMAVMKKRSWCVGILSEMYPEGRVGVSDVCVLGLNVNKGQEIKLRLRTDDLAGFRPFQIIRKTLIHELVHIVHSEHNTD
FWEMNSALTREADAIVHSGRSTGGGTAGTALPERADTAGGGSSSTHRLGGSNVAGSAREAAAQAALRRQQQQQQQ     
>Sarc_SARC_00895                                                                
MEMHLKQLHVTYNTRRSYINYIMKITIKTLTQAQFLFEISETSTVLDLKNAINDREGLGAPEQQKLIHSGKILMNDNTLA
SYNIKEGDFVVVMVNGPKKTAASPAAKASSPTPVAAPTQSESSPAPPPAATPASTNLDEATITRLSDMGFPREACIQALN
AAFGNGDRAVEYLMSGIPEQPEAPESEHMDDGEDEPDSTGPQGDQGTGALAFLRTQAPFIQMRAAIQQNPQLLQPLLQQL
GSTNPDLLHMLNNNQEEFLTLLNETTGGGAPSGQVQIRATPEEKAAIDRLVALGFEKGQVIEAYFACDKDETLAANYLFD
SNNWD*                                                                          
>Sarc_SARC_01457                                                                
MIEITCNDRLGKKVRVKCNEDDTIGELKMLVAAQTGTRAEKIVLKKWYTIFKDHITLGDYEIHDGMNLELYYQ*      
>Sarc_SARC_02881                                                                



MQLFIKTITGKTTCLVVEPVDTIVNIKAKVHEKEGIPFDQQRLIYSGKQLENDRTLWDYNIQDKATVHLVLRLRGGNDAN
CPMHVIVKTVMGKTVVLQVTPRDTIDIVKTKLKQKITTPEHHMRLIYAGIQLEDNHTIAGCQIKEGAIIHLVLRLRGGV*
>Sarc_SARC_04585                                                                
MSDGEVQEEDLPGSISVLVKSLKGATYTIKVLPSDLVAVLKNKLSKQTAISIDQIRLILKGKAVADTSTIEEAKLSDQSK
IHFTIKPAAKTTVPMPSESIGKSKPSTKAEANNRPEVKTEAQFWAQLEDYLKGSNRTVEGFVQNLLAAKK*         
>Sarc_SARC_04740                                                                
MQIFVKTLTGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGIIEP
ALKVLAGKYNCDKMICRKCYSRLPPRATNCRKKKCGHTKELRPKKKLK*                               
>Sarc_SARC_04975                                                                
MCNTIEMDKFPDESSLFLTKRRRKRRTIKINTVMGEAFDLKVRDSDSIYNVKERLASVIDIPAHLQSLVYNGKELKDDQV
RVDTLGISDGSSLTLVQKIQTGLIDSISLDVPYRQSFKSEAQQMELHGKAILEKLSEVPELKHMLSDQATIFEVFPDENG
FQVLVRTTEASTSGLSTAASSSEVENRTDLNLDLSEDSGPGDTIDSGEITEADAFKQELLRARKAAFSSRGNISSGTELL
SDRLFNDPDIDLTVVRKAFMEDMDEIGKLKNKRKENEKDVAKSTEDTNTRDKMAELRKKMAQRKKRKDVESCSSDIETVK
SNQNDKKVRYSSDLKALEKIRKLEAGCEALPVQDKETTIDAELPVADVRENITSEDDTSAKIQKSNNISNSSTNRCFRCA
TKLPLVRHACKCEMFFCSLHKQDHECSHSYT*                                                
>Sarc_SARC_05259                                                                
MQLFVRAQSTHLVDVNSTTTVADVKEVIFRSEGIACVDQVVCQAGVPLEDSFVLGNCQNLASVDVSARVVGGKVHGSLSR
AGKVKAQTPKVEAEEKKKKLTGRAKRRKQYNQRFVTTVAGFGKKKGPNSNSA*                           
>Sarc_SARC_05273                                                                
MEDMVSSSESVCFIIKWNGSEYPINMPGTDTVVDLKVEVAQLTGVETHRQKILGLKLNRKPAPDDAQLQTLSIKPGSKVM
MMGTRPENIIVTPEENYDDNVVNDFEIDSEVVAVVERTENLQKIKRRVEQYKIDVLQVPRKGKKLLVLDVDYTLFDHRSV
VESFHHLMRPYLHEFLAAAYDYYDIVIWSATGMNWVETKMRLLGVLNNPSYKISFLLCARAMISVETAKRGVVNTKALGV
VWGKFPEFYNSKQTIIFDDIRRNFLMNPQNGLRIKPFRDAMVNRATDNTLKRLAKYLVLIAELDSLEDLDHRHWKQYVRD
RTG*                                                                            
>Sarc_SARC_06581                                                                
MPRFTNMFKGLPSLNSLLVLGTGASGIFLAGGYYFSMQEKYERLIEKIQLQLERERMTRELHDDRMMDRLNHERDQQSLA
LTHLRRSYEGAIHAMRVENQKLLFDIAFHGDYEKFRTDVEKGINMGAADAEADYSDPSTHRGLQGLIAQTVAHITKTELG
KMQAQLDGRSLESPPIDQGGDFPMYDHGQASNRDVMIHVKNFLGTRLCEIFVHAGVPVRDLKYRIEDATLIPPERQNLYF
KGKKLQEGPSLEDYNVSDGSVIHLRPRSEKEFVLSDKTKPITRTPMPASVRKYVEETPDVVAKSKQGFRSMDLNGDGVLS
KEELKGFLYRNVPSISAVDIDIVTTQMDVDQSGYIAQREWSKFWADVAEGLNNRKNLITPPAETLPAQSD*         
>Sarc_SARC_07179                                                                
MNSEASSVLNRDVDLVVKTTDGKCSDLNLKCPLDTTVVQVMHLIKDHHPYKPDVSQQRLIYLGRLWVNSMSLRASLREPD
VDKIQTVHLLVKDSPNPRSSTSGIVKATTSTLARAAPAQTTAHNAERIPDSHSQVGDQRVSGRSVEAASFANETASIEST
TTDIENENKVLKERLRQMEARMNSDPVINANVSNEETMRLWKVYYSYVLQHYHTQTQLYPHIPIHAQTPSQPHTHPHASP
TYVPMSWPEYYHQQLHTASRTPDMNAPVSSSANNPHTPQSQAQSEQSPVANAHIPEAAPAVDEYDDGDEDIAAQQAAVQN
YNRTFLGQVGIFLKLCLLMYVFGREATTKKQIMLTISAFIVFLYQTGRLDFIITTFRPPPPAVPTTTAPAPAPEPASASD
DHTEGNTDGASSSSSTDSSSSGGDSSEKGKAKSERATSTQHPLSRQNSPTVQTSELSTGRAEDILAGSDTPDSTQTEAAA
VVEPRPSLLHEIETFLFNFVSSLLPSAQADGNAIPPEVEDNGPAGNIFG*                              
>Sarc_SARC_08645                                                                
MQIFVKTLTGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGN*          
>Sarc_SARC_08781                                                                
TLTGKEIEIDIEASDPVERIKERVEEKEGIPPIQQRLIYGGKQMNDDKLVSDFKITGGSVLHLVLALRGGL*        
>Sarc_SARC_09085                                                                
MCYNQANTEGPAQANHETTIDKVTRSPNPIESDSSPTDLDLLGSVCSRVDSKLGLDASRPTTPVDGDSNSPIELRQEWEA
VSIEDDDLHLHRSTQMLAYIDHSRETNSTVAGSPSSARSLAESSDSTELKAPIKNQELCTNLVYVDASLSKAEKVTEDGV
ANTSVKEPILIKRMPCSRGVTQDIASFSEAQAKLASQFDDRRRRTRQKRYMYVSLRTQLGHSYRLRVREADTVERIKYKV
YSNTGIPIEQQHLVMNGSELKNDSRTALQHGIRKGCSITLVVKVHSGNIRMEYVRPECSSPEHFDTPVVTQLRMADGRVE
IIPPETNAVDLQNYVRKLVNDGQQVSTHIQVGGKSILVCLRPPSTEVEESMLGVIQPATSAQDKSKSVNGELETVASKFK
QEGRNKRKEDGATKSKMDEIRAKLAARKQVMNKNKIKPVGGVHKSTRK*                               
>Sarc_SARC_09417                                                                
MDVIIKRPETSSSLQLKADYTTTVGDIKLRITEETGIPTEEINLHYNDKQLPDAQTLWMIEKTITSQPGSESTKSTTANT
TEEKLEFNMTYNMDGGCKILCLPCTLIACCFGYLCPCCC*                                        
>Sarc_SARC_10886                                                                
MQIFVKTLTGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGGKKR
KKKVYNTPKKIKHTKKKVKLAVLRYYKVDNNGKISRLRRECDNAECGAGVFMAKHFDRQYCGKCGLTYAFKTEA*     
>Sarc_SARC_11411                                                                
MRVTVNRPENDVPLEFELPADSSVFALKDEINKHSGVPKEVQHLNYQGRELKNKQQLQYVLSHLVTAQPGAVSTATSEEN
SQSGKDFMNIASDNLALDLTYELSGSSCVECCGMFCVLKPFQCYFRTLCCNSGCDLRFNECQYFCWKCIFCPSDAQKHEA
*                                                                               
>Sarc_SARC_11412                                                                



MRVIINRPENDLPLEFDVAQDCNVSALKSKINERSGVPFDAQHIKFEGRELKNKQELQYIAGQLVTTQPGSVSTSPDSGS
DVSDVEGTASAKNSLSLSLTYELEGSSCFECCGIFCVCKPCQCYFRTCCFNSGCDLEFNQCQAFCWKCFFCPTDNQKVEA
EM*                                                                             
>Sarc_SARC_13504                                                                
MQIFVKTLTGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRSLADYNIQKESTLHLVLRLRGGAKKRCALE
DCNERQAPIIGDCRFCVMKYCKSHRLPEMHDCKEMESCRQAAFDRNAKSVLNGQCVTPKLQTI*                
>Sarc_SARC_16394                                                                
MTATTLQVTVKWTKHKYEVELNTNETPLVFKVQLFALTGVEPERQKVMLAGKKLEDDDDWTKFRLKN             
>Cfra_g630                                                                      
MSCLNSLAFWRKASKGPIVSVIRLSGIIKASTGQLGMGSSLCVSSLEERLKRAFDVKDVKAVAVIVNSPGGSAVQSDLIC
RRITTLSKEKDVPVVSFCEDVAASGGYWLACSAEHVYANPASIIGSIGVLSASFGLEDAISKVGIKRRLYTAGTCKSMLD
PFQPEKKDDVEKIKHVQRIIHKHFITHVKTSRGDRLKGTDDALFNGMFWTGQEALELGLIDGIGDIHSIMKEKLGKDVCF
VNIGKKRHWLASLGRGEDCVNMNVGGSDVGENIGERLGVAMVDRCIDQCRLDEEALLSMQKKTKLLCTYSVNFLISMRVV
INRPEHECPLEFELDPTTTVAELKSRINETVGVKCDVQQLSFENRALKGTQELRFVVNDCVTTQPGMENVQTLDSDNLTM
DLQYDMNGSSCVDCCSAVTRDVISRLISVNGSAGDATSVPQTIRKQRLKFEQTSTMRVVINRPEHDCPLEFELDPTTTVS
ELKSRINETVGVKCDVQQLSFENRALKGTQELRFVVNDCVTTQPGVENVQTLDSDNLTMDLQYDMNGSSCVNCCSAVTRD
VISRLISVNGSAGDATAVPQTIRKQRLKFKQASTTYTSYFTHNPGRDGFIYALVLLLVLIYTTVITASSWLRDGECAPIV
EEKVYPNPDYDKDDCLDIRYSELLGLTLRECDFGRRMIMASFFGMVIGYERRSPERAAGIRTMSLTSLGSCCFTLCSMFA
FTAGPMAWDASRVSAAIPSGVGFLGAGLIWKGSTYDNGSPQVHGLTTAASVWLSAAVGTAAGGGLYFVCAYVVCLLMVIL
RFAPRSSSVYEEEIEDEEVDDPHIISSSNALSTLENLGYGTTETSALLNTAQHGVMTILSVARDDYAKDGVFGIFTIVKL
RRGELMYISSQTYPRKARMEKQSSLPKEVVDTLIKNCVEAKSRSYSPYSHFPVGCAILGENDVYYTERCAFVKMVSEGIL
KAKAVAISSNLEDCCSPCGMCRQTLAEFADPGVEVLLTRADGTYMCVTVGDLMPLTFTPENLSSGQAKHVAMNDKKISFE
IEKTLLPDQAHAVEGVVKM                                                             
>Cfra_g800                                                                      
MQIFVKTLTGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKICGFGDCHD
KPVVIIGDCRFCVSKFCGKHRLPESHACQGMDKCREVAFERNATTVRNGQCTTAKINEL                     
>Cfra_g1734                                                                     
MQIFVKTLTGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGGKKR
KKKVYNTPKKIKHTKKKVKLAVLRYYKVDNNGKISRLRRECDNAECGAGVFMAKHFDRQYCGKCGLTYAFKTEA      
>Cfra_g2230                                                                     
MAEKVSLTIKTPKVNHTVSVNVTDTIKVLKDAVAVVSEVPADQQRLIYAGQILKDNSTIESYAIKDGHTIHMVKSAAPKP
AAATATTTPAVPTPAPTTASSNSESFGAANGAAPFGGAGGMGGFGGMGGFGSMGMGMGGMNLQQAQQGMAENPEMMQQMM
NSPIMQNMMDNPELMRQVMQSNPQIRALMDSNPEIASMFNDPAIIRESLAAMRNPNVRSEMTRNQDRAMANLEAHPGGFQ
ALARMYNDIQEPLISAATADQQQASNPFAAFARGGSNGGGIGENAQPAPNPWAPNPSTTPAQGTGTETTPAANPYGSLFG
GAGAGGMSPEGMSTYSINSQTRTSILYTHKEYTNPEQLQGVMSMMQNPAINQMMQSAMQDPNFRQQMTQSNPMIENNPVL
RAILNDPEATSALLNPDNIQNMMRAGGMGGMGAGMGGTSGAGGQPDERTAALMSTLSGMGGMGVAAPADTRPPAERFATQ
LVQLQEMGFYDEQTNINALTATGGNVNAAVERLLQSLKSGIIRKIPCRTGAPRFAQLNRTVSHVIVASDFALGSSLDWVK
NVKLLPRIMDDSFAISVVEATL                                                          
>Cfra_g2516                                                                     
MVLLNIRCSTGTTLQVEVLMSFKISEVKAEIEKHNGTPVAEQRLIFSGHVLRDESTLESYGVTEGVTLNMVRSAPPRAVQ
TPAEPNVPAGGGPRGGSGSSLANMREQLLQNPEIYQQILDVLSEQYPEFATPEGRAALEQIINDPEALGNLLEQSGIGEG
YEEHVASNHDFTSEELASSFTAAYSALNLTPSSATIDEDTFMQSFVTAIQALAHRHNADDERSIEPTARGVAAAPTAPQA
PAHQFVSREYLANLGKHSYLYPRATW                                                      
>Cfra_g3106                                                                     
MQLFVRAQSTHLVDVNATTTVADVKAIVAQSEGIPCADQVVFQSGVPLEDSFVLGNCQNLASIDISSRVVGGKVHGSLSR
AGKVKAQTPKVEAEEKKKKVTGRAKRRRQYNKRFVTVVAGFGKKKGPNSNSA                            
>Cfra_g3549                                                                     
CTQAAVMDSNRRNDDKSRKDVGSPLVKYNRHAMDMSPEELEKYWNTLEGLKKYILPVEDMINICRSNPLKRASILELKRV
RAFLMNERSSPNPDLITNAKSLDLLGRQLEVLCKEVSKINDSSSNTPNVGVGVAPSSLTSFFSDSVAVPHSKRKLSHLKL
GDEDIMDYESTTSGGVSTSSCSKVACVPTNHLRSIDPLHDEVKEALLLRTGKKSCTDISNSKCEASSGDKSSNSFFQKTS
VSHERKFPRGSEVSHGHSKGWGPKHSSARKSRKRKVVKIKTVMGEVIDLKVRDSDTVQAVKERLAAIIDMPVHLQSFVYN
GAELKDNRVRMDHLGISDGSSLTLVPSLQSGLVDSIPLDLHYRNANKRDVHQLELQGQAILNKLSEVPELKNMLFDKSTV
LEIFPDENRIQVLVRTVGVPMTASQSKNGDSTGESENDKNANERITSSFNMDLDCDNIRSLSGTSTPNDSDGRMLDTGET
NVDEDESSPATRSKREHNTLRDKMAGLRAKMQARKRAKTCKSYNDSQPKEDMNTTIVCEESVVPSHGVAAYKSTLTDSTV
AKPYVTENVGVVESESLPEKNSSQYTNIEPTVEKTFSTPVSEIRKGSENVDSLSRTSTTSTPHTAIGVDRCHSCRAKLPF
IRHACKCELFFCSSHRHDHECHYTYKQ                                                     
>Cfra_g4293                                                                     
MEDLMGYSWEGHRGNVIQFLILRVCLYWRRWVVSQLGPEGGVYKHTSAGPRHPPTQGWAGQGGAGLDGVGLGWVGLDWAG
LGWTGLGGAGRGWVGWWSGLEGWMVDWLASWGSRGTPQSAHGLGLGHAMWFVCVSSNSSSCYKCTLQYTRFSLFISLEAH



KRVLCISSHPAKKAYKMQIFVKTLTGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKE
STLHLVLRLRGGIIEPALKVLAGKYNCEKMICRKCYSRLSPRATNCRKKKCGHTKELRPKKKLK                
>Cfra_g4802                                                                     
MQIFVKTLTGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGN       
>Cfra_g4807                                                                     
MALFTHTDGGEATASSTHETTLDSVPCQSPMETDHATTTTTAAVDLIGSLPCSRVDLESSRPPSPISGEETSSFNREEWS
SLAPATGASVVDFREDGGADSLVEASLQSSQQQQVLQLSSISRPSSLPTSSSTRIPNINTNTNLKYNQANTISTHLNVCS
NSNARQLKPTMIETNFCINSALQQEKRTQGMLDPSRDEKSASTLEPYIMQAKHAIHKRHNVKYYKRKYMYVSLNTQHGHS
YRLRVRESDTVKRIKFKVTANTGIPIQQQHLIMNGTELVNDGRSAVEHGIRKGCIITLVLRASSGNIRLEYFRPEAPISK
RLESDVCPVVTHLKLADGTVIPVPPDTTSADLQEYVRQLVADGHSVAAEVIVGNKALLICLRPPTEDLDGSLIGMVVPPM
SRSDLDGEASESPISDRVPSEEDTALQVKTKSKVEIIREKMAIRRMAKQRNGKMPRSSKK                    
>Cfra_g4823                                                                     
MKITIKTLTQTQFVFDIDETATVLDLKKAIHERESLGDPEFQKLIHAGKILVNEYTLASCKIKEGDFVVIMVNKPAEPKP
ATVAAPAPAAAASQAPSTSATSVAANADEATITRLTDMGFPRDQVLGALSAAFGNGDRAVEYLMNGIPSNVVEHQADPEP
MDADEEVAEESTGGGEHGTGALSFLRNQAPFLQMRAAIQQNPQLLQPLLQQLGNTNPDLLHMLNNNQEEFLTLLNETAGE
QPASGQVQIRATPEEKAAIDRLVALGFEKGRVIEAYFACDKDETLAANYLFDSNNWD                       
>Cfra_g5210                                                                     
GRVNTMQAIKDFADFERILSQYPIVRNQDYRGTAHIRPVKHAQISTHVMSSTLATVENAKKYTDMPDADVVEEVDLPGSI
SLIVRSLKGVLYPIKVLPEDPISVLKKKVAKQTSVPVEHIRLILKGKALPASVATTVAPTTAKPITASAPIHTSRPEVLT
DDTFWEQLEEFLKGSKLHVDEFIKKYQSHLRSVAADRCVNTPFLNPIHPTHSLELRKKHGRARHINEITPSYKLPDIRTN
TMSTASAMELDDAKPSGTEKVVDIIPTEELEKAVSVPLDSKSSKEEITKREEDLYELATRYSTSNRSSELGSLIQTIRPF
LILLSKAKAGKLLRKIVGLRLDMQGASHDEAVTLCEDTIKWCVKEKRTFLRQALESRLIGLLLAVNRYSDSLTLTDKLVK
ELKRLDDKALLVEVQLLESRAYYHLKNPVRSRSALTSARTSANAIYCPPSLQGSLDLQSGILHGEEKDFKTAYSYFYEAF
ENYDSIEHVLAISSLKYMLLAKVMLNLPNDVHSIISGKLALKYSGKQIDAMRAVATAHHNRSLEEFEKVLAEYRSELTGD
PIIETHLNDLYNSMLENNLCRIIEPFSRVEISHLAQLIKLPEKVVEDKLSKMILDRKFVGILDQGAGCLMVYDEAKADPI
YESTMNTIEHMGHVVDLLYKKAQKLS                                                      
>Contig26722_Abeoforma_whisleri_fr1                                             
VFLL*****GNLASCKMNDFYSQYLDKLSHFATIRSSEDQNVRTQKIAHEQLESFLATTCEEFLSLNKKSSEKIDEVEGS
LTVTVKALKGQEYKYKLFPHDLVSTLKTRLEEQSACPVARQRLILKGKPLKDDATLEASGVVDGIKLHLLLKSATTSCPQ
PDPTPTPASSIPAPTSATATDEIDISIATETNAQFWNDLQSILKENKGKIKTDEDVTSLIVEFQKK              
>Contig27628_Abeoforma_whisleri_fr1                                             
INLIITLQTRIFKDINSNMIINIKSAKSGKWALEIDEADKVLVVKEKLFKESEIPVDEQRLIYAGQILQDDRDISSYGVK
DGHAVHMVRGAKKVTPAPTGASTTTAPTSTVPPTSTATNNASANPPPNPFAAMGGMGGMGGMGGMGGMGGMGGMGMTNNT
NMGGMGGMGSMSSGSGMGGMGMSTGTGSLVGATPVKSASPIQAKPAAALKPAGSTATKNNTWNSSKMSTLVNLDSLAPTP
KESKTSANLDHGHGHYQPPVGGMGMMGGMGMNNGMGMNSGMGMNNGMGMNNGMNQMGGMNQMGGMGGMNNNMRMGMNNNM
GMNGMQGGMQGGMMNNQMTQQQRMMMMQQQQQQNNNGNNNFNGLF*TEIWTHRARLAIE                     
>Contig28097_Abeoforma_whisleri_fr1                                             
RGGMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGW
*IFLYYYIISAIFYYKGTPW*NTYHKRKY*RYNIYHIIKGKGTYT*NTIGCYHTDYVEIINKRNCYVPL           
>Contig47809_Abeoforma_whisleri_fr1                                             
HILVVVAVVVHNSFDIFVKTLTGKTITLEVEPSDTIENVR                                        
>Contig53002_Abeoforma_whisleri_fr1                                             
QQLQQLQQQQLQQKEQQLTLADYNIQKESTLHLVLRQNTSTTPESPTSVVASTTPES                       
>Contig61355_Abeoforma_whisleri_fr1                                             
NNHSIKLIFKGNQLADTETLGHYKISENDFIIMFSTPIKTAKAEVPEKKEEKK                           
>Contig63439_Abeoforma_whisleri_fr1                                             
QLEDGRTLSDYNIQKESTLHLVLRLRGGDIEPAMKILAAKYNCDKAICRQCYARLPPRAVNCRKKKCGHSSQLRPKKK  
>Contig12710_Abeoforma_whisleri_fr2                                             
RGGMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPP                                       
>Contig12711_Abeoforma_whisleri_fr2                                             
MQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPP                                          
>Contig26642_Abeoforma_whisleri_fr2                                             
ILQSLNNI*NIRLFF*CLQ*NILCHNNNY***TLIQFQH*NPSFLLVSVFI*VYFFSKSLACLVISKMSDSTRRLNSKRF
NREEDTQSTIKPTTSRRTLTVAVSSSLGWKMDIRIRRYDSVESLKRKISRRTMIPTRDQRLIYCGKELRYGTLNENRVEH
GARINLTIALQSGLLDYVQDDVHCNVAHLAQMLDFCGIGATDIDGKKDVAKKVKKPTSENPSSSSSSSS           
>Contig27138_Abeoforma_whisleri_fr2                                             
DKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF                               
>Contig27503_Abeoforma_whisleri_fr2                                             
GGIPSLSLIF*QTKMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKEST
LHLVLRLRGGDIEPAMKILASKYNCEKMICRSCYARLPPRAINCRKKKCGHSSQLRPKKKIK*MPNFGFGFFFRGFLLLR
FWES*KNYNILKKIKKKNA                                                             



>Contig27608_Abeoforma_whisleri_fr2                                             
PDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPPDQQ
RLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKRKKKTYSTAKKTKHVHKKVKLAVLKYYSVDSSGNVTRTRTEC
DSCGSCVFMASHHDRRTCGKCAKTLH*IYKIFFC*ELPRI*LNNKYLHFFKKE                           
>Contig27609_Abeoforma_whisleri_fr2                                             
GRTLSDYNIQKESTLHLVKKFV*YWDLNLLSWWYANLCENLNW*NYHS*                               
>Contig27610_Abeoforma_whisleri_fr2                                             
KTLTGKTITLDVEPSDTIDNVKAKIQDNEGIPPDQQRLIFAGKQLED                                 
>Contig35258_Abeoforma_whisleri_fr2                                             
EGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKRKKKTYSTAKKTKHVHKKVKLAILKYYSVDSSGN
VTRTRTECDNCGSCVFMANHPDRRTCGKCSKT                                                
>Contig76030_Abeoforma_whisleri_fr2                                             
NYGIYSVKKKKGES*YITFLSIDNMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQD                        
>Contig76273_Abeoforma_whisleri_fr2                                             
DHSTQTNLSTKQLASVLFTKKMEYFFNIHIKTLSEMEILVEVADDYTIAQVKQSIFAITGLNCNNQTLLFKGEELLDELF
VNQYNIQDESTLNLVIKIQSGPLNYVSVPGTSSCANNNNLFEEDVEETERAKNKDTQSQDRELYAISPLGKCTLSSPLAL
IPTLKLFLSSLSSTELEQLWKDEKSIILTTLLKDHWCDFTLRRQSSLPKNLSSPDMQKPLHNKCSTTTKPTKHKLTQKEK
KSPYSVPSPSNKITAKPPALQQTQQTLEQTTENENSFEFSSKNKANASSSDLPRFIVNVERKQVYNVTKKKHTQYKSLSH
DQRRRTSTRGIEKALLTHHQVSHHQVTKSKMENILDTIRERKARLSQKKVANTAV*NVFLTFNCLTSGKDDSKFYCSYYC
SDSHRNHEKING                                                                    
>Contig13963_Abeoforma_whisleri_fr3                                             
E*R*RNKLAPL*NNLAPFF*LFDYLLDSCGVIRYY*HCIENSIERRHSYQPATIIIFGGKQLENDFTLSDYNITKQSLTL
HLVVRLSTG*L*DI*LSF*NVLFHEQNHLFVVY                                               
>Contig25719_Abeoforma_whisleri_fr3                                             
TVFELKRIVEGILKRPPDEQRLYKDDQLLDDGKTLGECGFTSQTARPQAPATVGLAFRADDTFEALCIE           
>Contig27137_Abeoforma_whisleri_fr3                                             
LHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKE                                    
>Contig27611_Abeoforma_whisleri_fr3                                             
VLRLRGGMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGI                                     
>Contig27612_Abeoforma_whisleri_fr3                                             
VLRLRGGMQIFVKTLTGKTITLDVEPSDTIDNVKAKI                                           
>Contig29092_Abeoforma_whisleri_fr3                                             
NFIIVLL*YCVCPSYCIKLEENKVQSILSNILIMPVEEQNGAGEEKGTGSIVGIIYPPPELRALIDSTSKFVARVGLEFE
EKIKKEKGDKLTFLKNTDPYHAYYQMKIKEFKSGNVKTAPGVKTQEEEKKAKEEEIEEEPKKPVLPPPDFEFLVTVPTIA
AMDISLVKLTAQFVAKNGRSFLLQLMQKEAQNYLFDFLRPHHILFGYFTKLVEQYTKIMVPSKDTMDQLKEERTSRDAIM
ARVNHRVAWKEQEEFKKKETQDKVELEKRNFLAIDWHDFLIAETVDFPESDTSDLPPLVTKALLKQRVLMQERYEREQQN
KANGIEIDEESENEVENIIDDFIEQEYGEPEEEEFVPPEPEEPYEIEEDIPEQSSVITQPKQEEIKILSGYDPKAKVTGA
SGPAYTQCPNCKQSILASEIAEHLRVELLDPRWREHDERRRAEIADVAKTYASGVDMNANLKKLSKKRTDIFEGEELGGQ
KNGKEKPKITWDGYTSSMQATTKAAQASISHEDKVNAMMKSVLGNPEADKIGPNFGSGPPPQQQQQQQPLLQPPQSVPFQ
PPQPHPSRAIPNLSNIPAQQSTAEQLKIKETLAQRERERLQVQQKIQEQLKIQEQQKKLQQQQQPMFGSLPPGFNTPGFP
AAGMPPGMPPMFGQPEYMAKRPKMDGALFDHMPPVLFTVSVPSNPDKPEWKLYGQTITVSLKLSQTVGELKSTIQSMLGM
PTSKQKLQIASNFLKDSDPLAAYNISTASVVQLTIKERGGRKK*KENSKVCSSKTQKDMTVYSFNYGVSGCWVKEAKTGE
KLK*NK*K*KMHLAKAHLDQSPSFTVAVE*AV**LPA*TTNWVHFFFLV*DYNFASLLYKVIIKVNIIKVKKT*LNI*AQ
YQLRHFIILL                                                                      
>Contig34249_Abeoforma_whisleri_fr3                                             
CL*ITLSHSYINWVKFFVMSVVTLSIKFEGKDYPIELSDELTVGDLKLVVKEKTSVQPERQKLLGLKYMGKTPTDEIPLS
QLKLKTNQKIMLMGTREEDIPDVPEGFEDTDVVNDLDYKETSANVTIRPENLNKIQNRVDKIKIEIMNPPRPGKKLLVLD
IDYTLFDHRSVVQHPLQQMRPYLHEFLTSAYKNYDIVIWSATSMRWIELKMKELGVTTNPNYKILCFMDNFCMITVLHEK
YGVVKVKPLGSLWGKPDFSPYYNPKNTIMFDDLRRNFLMNPQNGLKIPPFKNCHTTGKSDEVLLQLAKYLDIINEKEDLV
DFDHDDWERTIRHYERKQ                                                              
>Contig44768_Abeoforma_whisleri_fr3                                             
RTHMGKTVTVNARYTDTVSKLKDRIQNAMGIDSK                                              
>Contig47808_Abeoforma_whisleri_fr3                                             
AELVGGGGRADANMQIFVKTLTGKTITLEVEPSDTIENVR                                        
>Contig72224_Abeoforma_whisleri_fr3                                             
SNHYLTLTEV*IRKDR*FNMSHTTTSRDTATVSDSSGNLGEIKVIIKYKDKKIENVEFHPRAPFRLFQERIYKLTKVLPE
RQKLYFKGKALKEGEEIKKLPFKENCVILLTGSTETEINELNSFTEEEQTLFVEDMTYQEKVTYAREFIQNKDDMDSSAR
ESARLLINSLEDLVDIKYYDFTKQWSLTEYTKDLKAGSLEAEYLFTRAQRLLSAIRENEPEEAKKLAFGHYHPVCSPFAL
AMSPLMQSNPILAVAAMGDLPLLQFFVEEGKLSYQGRSLNPISFMRSYKTRSSPLHLAAEHGHVDLLKYLIGICTQDSID
VKDASSITPLMYTIKQENEETFDILFNGTLLFGTVSPYFEALAKTNMVNSMRKLLNIYFKMISYEHMKLLFKSAMDAQCS
DMVTFFVQEAYMNVNSIKSVPSRATSRTPLQQAFHMSKIKFVQTLVSLGAPRSELDEVLDTASEENIELIEETPQIVFPL
QYLLIRFLNEKNPKQLEKYLDRVGPTALCKFLVLSTEN*SLNQKYLW                                 



>Contig76001_Abeoforma_whisleri_fr3                                             
SGYFVASANLVEESAKECAFCLKDLMHSEEQEKENLKRIQSEKNGLNKIFNVARKRRCFEDDLFHIIPKSFYTKWKAYTQ
KPVEHESPNAKDANKLLCQQHQQLMYHIDFDDFSDEFIFLSEEQWQKLKLFYPDAQDVKCIVKDGVQNFSPPFCEDCWSS
RIKQEEDDKLIYQDEYVQIKKLSTNPYTTSGSQSTQEELITSSSSSSLRQNTSSRLQRIRVSSLDTIKELKITLLHVLKA
SPIDQQLFYHGRLLKDTDTLGSSRVLPNSIIEVYIDVPKPDLNGQIDEKEIGFSGTFLSGSK*NKTEEPK          
>Contig76505_Abeoforma_whisleri_fr3                                             
PDQQRLIVAGKQLEDGRTLSDYNVLRKEVTIHLVVRLSGGMQMFVKTSTKDWITLEDVELSDTIDDVKAKIEDNEGTPIE
KQHLLFAGEQLKNG                                                                  
>Contig3450_Abeoforma_whisleri_fr4                                              
NVKAKIQEKDGVPRDQHRLIFAGKQLEDGRTLSD                                              
>Contig9304_Abeoforma_whisleri_fr4                                              
DRYQIFVKTVKGGTITLDVAPSDTIYSLKAKIHDIVGIFPEQQTLILDGERLQNR                         
>Contig21484_Abeoforma_whisleri_fr4                                             
KIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDTIENVKAKIQD
K                                                                               
>Contig28578_Abeoforma_whisleri_fr4                                             
VI*SK*FIMVQINVKCANGEKVQLDIDESSTVGELKSKLFEQTQAPIAEQRLIYSGHLLKDEKAISEYKLSDGAVIHMVK
SSKPQAAAAPAQRTQQSAPQPQRPSSQMGGFDPEEIQNNPQYQMLIQMLQNPETREQVLRQYPMLRQAVEDPAFQELLNS
GRVAAGPPSFTAESVRTAVTNAMRICNLSGPPETPIPADQFNRVVQNALVEVLSRIAQSQGASLQPSAQTPSQPQQPQPP
TERREYITKDQMSVAVENAMRTLDLL*SARLLINS*HFPFKKKIQQKI                                
>Contig28844_Abeoforma_whisleri_fr4                                             
TFSSSPSWGILLNRMGFC*TDDSIVILSQNKKI*SARSHLILYLLFITLKL*LKFKTKKKLQLEDGRTLSDYNIQKESTL
HLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKDGIPPDQQ                              
>Contig28845_Abeoforma_whisleri_fr4                                             
*TYSFRLQRRDSSRQQRLIFAGKQLEDGRTLSDYN                                             
>Contig55652_Abeoforma_whisleri_fr4                                             
LKYQLLHIHPSLSLCFTFCFPSLSLNPAHPPLSLRRSSLTSISFFSFFGLYSIDSPSSLLSLLCSQLIIYHAMEEVAGEQ
LTFKVMFNKKPLEICLPETATLKELRKELQNITGVPPPMQKLMYKGMMKDEESTLADLKVKNGVKILLMGSTVTDVLNVT
KIPQDDVEGPSSSSNTKTDEARKEFHKKVIDKGVPEDAYPGILNCHEHIGSTPLRGLCDRNGKNLRLTFKLELDQVWLGK
QDTTQKIYLGQIAGVDSEPTAGHPEYHIMNIQMGSTEGSRIYIYWVPAQFVKSIKAILTTPSSTF*QRGVENL*NFFDEN
FVQMAKFGKSF*KN*IEYETAGKQIY*SN*VKFAFL*KEKLKRF*LIQSEILTK*TEILTENQIFPTKKKCSKSLKWE*W
TEILV                                                                           
>Contig69152_Abeoforma_whisleri_fr4                                             
VQLKR*RQFYKGTTQPFIMSLKEMIITIKTANGQEPDIDVHCQSNQDIRRLKLTLQKIYPGNPLPSEQRLIYGGKQLLDH
FLLKDVLVQSQPDLTQVIHLIVRKSDTNRGSIHKTVSSPETTRASSSKIVPQSPPTSRPSPPPARKEENDNSPKLSAAAL
AAAKRILPNIQHSQSIPVSSSPIVDLSDQQTNNNNTNNSPTTCTPASSSSTSNTNTIPTTKGSPIIKKSPITTHMTGQSA
TSLPNLSQDPVASSTSTENDSSINLSHPDSSTPSLKQQQQPVLSDQQILENKIYYEQYISHLRHLHDQHVHQIQQGYQGN
FFHPTYQSQLREITHYYQYLADTAHYQHHLQLQSTSLQQQHHHHQQHRPEFARSYSVTSEMSSGMYSMSSASISSMSSMN
QMPITPFSSQADLLTGSMDEVAEARPGTTAAATASSSNAVSSTPEDDIAAPQVEEALFNNTGADDIDEYNDDEAFMDRPR
EESQLTLFLKWVLLVFTFSQNAPTRKIVAMSVGAFIAFLYQTDRLPFINNFFRPQPETPENPITDENAEPAETTTTTATT
A                                                                               
>Contig69154_Abeoforma_whisleri_fr4                                             
VQLKR*RQFYKGTTQPFIMSLKEMIITIKTANGQEPDIDVHCQSNQDIRRLKLTLQKIYPGNPLPSEQRLIYGGKQLLDH
FLLKDVLVQSQPDLTQVIHLIVRKSDTNRGSIHKTVSSPETTRASSSKIVPQSPPTSRPSPPPARKEENDNSPKLSAAAL
AAAKRILPNIQHSQSIPVSSSPIVDLSDQQTNNNNTNNSPTTCTPASSSSTSNTNTIPTTKGSPIIKKSPITTHMTGQSA
TSLPNLSQDPVASSTSTENDSSINLSHPDSSTPSLKQQQQPVLSDQQILENKIYYEQYISHLRHLHDQHVHQIQQGYQGN
FFHPTYQSQLREITHYYQYLADTAHYQHHLQLQSTSLQQQHHHHQQQDQHHAQQQQQQ                      
>Contig3409_Abeoforma_whisleri_fr5                                              
QKSLKEKLTLVNPHSFDYY*KKRKKSVENELTEYMKWLDLKGEDEKGDLSPPVGIDHIWHKHVLCLRDYEDMCKNRYGKT
IYHSLETSLDSLEEKEKRLSHTIEEYKKRFDFYPSHSLWNCPTLFHNGKFIKNVQKNSIVNDDSDRYQIFVKALTGKTIT
LDVGPSDTIDNRKAKIQAKEEMPPDEQRLLFYGRFLENGHTLSDYNIQKET                             
>Contig10573_Abeoforma_whisleri_fr5                                             
HLVILFCFSLSFVWSIFISLKIQHPPKNNKQVSKKIIIKMEVDSLLNLLIRPLSGKAFTLEIDYEDTIIEIKEAIWDVVD
IDPDMQKLVVNSKELLVGTASDNGLTPNSTVHLLPSLNSGLWNSPRPSVSSRSFEEASCSTSSFPSDSSSSTPSSTRETS
SSSSSS                                                                          
>Contig10874_Abeoforma_whisleri_fr5                                             
DKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRG                                    
>Contig26017_Abeoforma_whisleri_fr5                                             
MI*LKLPLL**LDHRV*YCHRRRNEKYRLYLHQRINPHKSKMIEVTCNDRLGKKVRVKCNEDDTIGDLKMLVAAQTGTRA
DKIVLKKWYTIFKDHITLDDYEIHDGMNLELYYQ*IASPPCFMFSC*FYLYCPSNFII                      
>Contig27017_Abeoforma_whisleri_fr5                                             
TFCTLLLYTYKYKSMSQISITVKDLSQWKITLSIDTSDKVEKLKETLKVEKGLDDYSIKLIFKGTQLLDDETIEHYKIAE



GDVIIMFATKIRKAAAPQPEKKAEVSESKAPAQPTPQTPAAAPEAAPAPAAQTPEFKATVDQLKNMGFTEEQIVPCLRAA
FGDADRAVEYLMSGIPANLVDQASGAAPAPAESASAAPTDDAAMDVDEPSAAPAELPADLASLQHNPEFIRMVHAIQQNP
AMLEYLLIELGKMSPDTLKSINENQEAFLRMINETNTGAVGGAGGRDLPPGAVQIQVTREEKAAIDRLIGLGFNEQMAME
AYFACDKNEELAANYLFDSME*REG                                                       
>Contig28001_Abeoforma_whisleri_fr5                                             
LSLVSVSLSVSLPVSVSPFFTFCLSLSLSPSLSLLLFPLSFYFSVFPFLPKSTKSFILPNLFSLFSHFSLLSSTSPSFSN
YYKSRFILY*TKTASHLVCKEQRMNDFRGGKINLR***KIIMGACISRQPDAGAPPSAAATSNAPVERPANKGAKLKTIE
IDWKSDKKITKSEVLRDRQTFWETCSSYGGREDVWLSLKGASEQGDLEMAQAIIDSCGITLPNGLLSQAYDELGYSYQVP
LYCLAYPSNVSEDPVENEPSTSAQTYDEPDGVKGPPPPECPNGAAMSIRVRLSTGEHNVHKWEVTSQTTVSHLKARIHHE
DGITPPRQRFFFAGKQLADANTLEAAGLKNGYTIQVVVN*IVYISLPFCNYG*ADNYTN*IHQRLEETPSNSFHFYVFLV
VNHFSLLQFFNLCNFHCVQNNCF*VKMDRKET*HLIAYSIAIIIIIIMIIQLLKAVKVLKVMSFLLFGMKQLLLPH*LLT
FKVTSHFLFSTIILLLLLLRRCSWIFLCQFCRSHRLLS*LSLLIHLLLWMPL*LKWKLKRMPLSRKSLKSQSK*NQNANI
RRERKSLLILPLKSKNILNAGERTILPLLFLDKKLKSVILLSLKKI*S*LKKIKI*EKDYLLWKRNALP*EL*PLYHNFN
FFFIEKSLIK                                                                      
>Contig28003_Abeoforma_whisleri_fr5                                             
LSLVSVSLSVSLPVSVSPFFTFCLSLSLSPSLSLLLFPLSFYFSVFPFLPKSTKSFILPNLFSLFSHFSLLSSTSPSFSN
YYKSRFILY*TKTASHLVCKEQRMNDFRGGKINLR***KIIMGACISRQPDAGAPPSAAATSNAPVERPANKGAKLKTIE
IDWKSDKKITKSEVLRDRQTFWETCSSYGGREDVWLSLKGASEQGDLEMAQAIIDSCGITLPNGLLSQAYDELGYSYQVP
LYCLAYPSNVSEDPVENEPSTSAQTYDEPDGVKGPPPPECPNGAAMSIRVRLSTGEHNVHKWEVTSQTTVSHLKARIHHE
DGITPPRQRFFFAGKQLADANTLEAAGLKNGYTIQVVVN*IVYISLPFCNYG*ADNYTN*IHQRLEETPSNSFHFYVFLV
VNHFSLLQFFNLCNFHCVQNNCF*VKMDRKET*HLIAYSIAIIIIIIMITIRFNKTHTHTLTHTCTQIYLNGCQLSWVRF
FGGF*SYFECFSFLFFSFCAHSV*ASFSNFLYPDERK*TNFFSFWSLDMCLPDW                          
>Contig28554_Abeoforma_whisleri_fr5                                             
W*NRKVKSLSYKRVYITKDIQLDIINN*SNTSSGTKMKINVYKSNGREENYNTNSCTVSELKILIHEREGIPSDHQRILY
NGKILKNDCQVSELIKTDEVVISEPGRVVDMMDDKEFEIGLDLQYDELDGGACCSCCGCHCVCRPCECIHRLMCCFSGCD
LQFNMCQFFCWRCYCCATDNQKDEAENL*KSQFAILPTK*NGYQNKMTKTKNEKKRRGG                     
>Contig50632_Abeoforma_whisleri_fr5                                             
KAKLEKETSVVPGEQRLIFSGHLLKDDSDLAEYKLTEGSTIHMVKSNSKPAEAKPAPRETAQTQPESSILADP       
>Contig62640_Abeoforma_whisleri_fr5                                             
AKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQ                                             
>Contig69985_Abeoforma_whisleri_fr5                                             
LIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGM                                             
>Contig3115_Abeoforma_whisleri_fr6                                              
AYVRA*GIIAPQQESVIVKPKQTNKPNQQIQENKKNRT*KASMDSNSKTQSVTKSETSDHNEDNKSHNRHRQPKKMFIVN
VNTMLNTHFQLSISQNALVRDLKQLIFQQRNINKHQQQLFFNNIMLQDNQLVSVYNIQAGSTLKLSIKLISGMINYSSFV
LPQQISHGDDVCNNKSQQQQQKQRKQPKSQQQHQVQQQQQVQQQQQ                                  
>Contig13207_Abeoforma_whisleri_fr6                                             
FLLVYKKTSTVLVSLHEISMVMDNKKSIASSSIAKETTEDDGDVPFEVTVKTLKPSDHTLTVSKNTKISDFKLKLEKEID
LPPARQRLLYTGRILRDTHTVGSYGISAGHSIHVVARTIPTDGDSASGPSIEPSRPRRRARSTESVAVPGQTMMSQMIRG
LVTGNGLGLNFPGITTTSLGGGSELNFQLNSDHERNQMSNESFERVFQNLHRQMTESRENLEEAHRAYQQAITPRANTTT
TTTTTTTVAAVPTLHSSTAATSTITTTTTSSSSSLVNSTSPITAATSTSSPPSSSSSSSLLFKIASKHLHVGFKLFFTTS
LL*RNSLSSCKWIVKYESIPLVPQ*STKLFSSADL*L*****LLLFILLLLLLLLLILELFLWIFLGKVFLMGLVSTGDL
EGKSLGVILSGSSVVSTERNSTSLSFGRFLCPCSVLLKAFSNLITAPSQDFA*IENC*PAKSSIIFLILFKKGGETHTVS
AERVTRMEFSLICLTWY*ALE*KVFP*GILGACTLLVIVNPLLFFCQVKVDSSVLSAV*RPKGLSTSKEKKFVLWSSFHL
FNSTS**PSSSYKLISAVGLSPKNWSNNCLAVQLNCLSKYLFFKCSGSSSSLSNSLNTKFSSSSSASAVTSNNL*YIKPV
FFLSNKRLF**ALISSLKYSTVKQYSNSMVFKAVSNIMNS**AFSNNSLVLPIR*DIEE*GESFVLFCCVCG*RKYDRCV
EAAMLGSRRPTGVDLKL*VSKGWREWWFS**GLR*T*FSASSMALPRSCSSNDKR*LTKR*KLCKH*LIFKDKDTNMFSR
FCILCNLEYAYREG*LSCILSSSAGKLKRSTSESSTVKDNSKPLL*RPLITRISDS*ILLSSNRSFSNSSSISFRQE*PS
*RVVIIEEQVRTAILVSDSIALTSGYSINLSPLLFSFEYSETITSLQIFSKFIFNIISCFPMLEFFKCKIQLSLSTLVAN
LRWCFVL*VELFFSTLTSLSWHSKDKR*NPSFTAS                                             
>Contig13209_Abeoforma_whisleri_fr6                                             
FLLVYKKTSTVLVSLHEISMVMDNKKSIASSSIAKETTEDDGDVPFEVTVKTLKPSDHTLTVSKNTKISDFKLKLEKEID
LPPARQRLLYTGRILRDTHTVGSYGISAGHSIHVVARTIPTDGDSASGPSIEPSRPRRRARSTESVAVPGQTMMSQMIRG
LVTGNGLGLNFPGITTTSLGGGSELNFQLNSDHERNQMSNESFERVFQNLHRQMTESRENLEEAHRAYQQAITPRANTTT
TTTTTTTVAAVPTLHSSTAATSTITTTTTSSSSSLVNSTSPITAATSTSSPPSSSSSSSLLFKIASKHLHVGFKLFFTTS
LL*RNSLSSCKWIVKYESIPLVPQ*STKLFSSADL*L*****LLLFILLLLLLLLWQLLFKEREEEEGDMGNEDEAEIFR
TWVRVFLFVVEGVVLGESVLVVVLVTGRG*AVA*LAVGPCVVPEISVKGNKLRTAKVRK*RSLR*CDGK*CVAELCIFLS
V*ILPFAAIVPNNKK*LLSILN*P**QTWKKKTVNMRVSE*GMSEG*CVRN*                            
>Contig23352_Abeoforma_whisleri_fr6                                             
SSDAVYNVKVKLKDKEGIPCHQQKLIFTGHELEDNACSLLDDVRKESTLHLVLRARGGFQVFIMTLSGKTIALDVEPSDT
IDIVKAKIQQKEDIPINQQRLIYGGKQLEDDFTLSDYNITKQSHTLHLVVRLPAG*LWNPLKLLTL*STDNDYFI*W*IT
RR*FHSLGSQHSKTI                                                                 



>Contig28843_Abeoforma_whisleri_fr6                                             
ALINKTKSYIAHNMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTL
HLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKDGIPPDQQ                              
>Contig57311_Abeoforma_whisleri_fr6                                             
INDLQINMNKQLFDIAFHGDYEKFRDDVAKGIKDSVTSTDDNWTGDCDSVVGFSGLISRTVAHEVRRELDRKLKDKEEKI
NMYSRGNDDPSGHVLLNVKNFFGTRLCELYVTNSLSVSDLKYIIEDETMIPPENQHIFFKGKKLQEGPSLQDYNVTDGAV
VHIRHTSDKNFSSSPSSRSVLSEFKRETVAARRQGRVQYKMMPQTVRNFIIQNPDAISTRVTEAFEELDRNEDGVLSKEE
LKAFLYREMKNVTARDVNKVIKMMDTD                                                     
>Contig69116_Abeoforma_whisleri_fr6                                             
LRVKEQIEERDGIPPAQQRLIFRGNQLCDEKTLAECNIEPGVCLHLIVALRG*QSGDI**IYK**HKTNSMYV*HIHISI
SF*IVTFVAKER*ILRGNIRVFKAYGSLKQ*KRRLSPHPVLHYCNFCI*                               
>Contig71219_Abeoforma_whisleri_fr6                                             
DFVDQKDDAGMISLKIMAMIRNTSDCDWKDIEVNLVANDVDILQDISQSKKKVMASSSSSTMSSFQLYVKTLTGKTISLD
SYASDTIATMKEKIQDREGIPPDQQRLIFAGKQLEDSRTIADYNIQKESTLHLVLRLRGQKGSQGEEGVADNAYEKLDET
ALKGIGEIVSYKTPVPVTINKNESAIVELKSLLVKGRKVLVFDSSENKDNILQKVHIQNTADFVFAPGSINLHDDDGVFL
GQRQLPPLGVGEDTFISYGEDATLSITSKITEKEQVVQAVPYYGPGDNNKQEFRGITLHYSKTITTCYTVINNSPSKTVS
CLYIDHTASNNHEGFTIEKNENVKVAKSTAGFARFETTLECLEEKVIEVRESANYTVDYNNFSLIKRFVTNKASELLNEA
VLSQELYDQVNLLYARDNLLSAIRSLENQTDVSTVKFEETVALKLFDFPSLRKLCNLLKKINETAQELEKTELKKAGTEN
NMEDIFKNQDRLRENLKSLEKIMANSKNPHLIDRYLADMDREEDELIATRKLLQTMVSEINDRKSTISLLITEFKTCVDL
VKTDLQEFFYKEK*SILTILTTIGCIYEKERRRTEVLFN*QSFKK**KKRK*SFYLLLCTSGNNLCLKP**SDTVTILLS
KYTPFAN                                                                         
>Contig11058_Pirum_gemmata_fr1                                                  
NNNNNNKILWKDKISKMNDELTVIVKTPNGLVQDVQIRTNPNWRVSRLKLQIFEEYPTHPQSENQRLVYGGKLLQDHFEL
KDVFVQGTANVHTIHLIVRKQSLKEQTPKEQATASSTEHGNSNETPSSTVQSSSSSPPQRTSTPTNTPNNPSHPPSTPAN
TPMNPVTPVVNTVPNNTGFIPTQSHGHIHHSTSMPNVNLAQTMYDPQSIGGEHLGSMDTLHLNEDEQLQLMYYRHYVQYM
QSHGYTLPAHPLEISGSRNHGGVHVGDANDTNNTNNNVENNNEQPQFNNAGEIADYDDDEGFLERAPVESQITLFFKWVV
LVLAFSQHASPRKIVLMSVGALFGFLYQTGRLSFFRNNNDK                                       
>Contig12255_Pirum_gemmata_fr1                                                  
LLLLLLYPQVSNMIEITCNDRLGKKVRVKCNEDDTIGDLKKLVAAQTGTRPEKIVLKKWYKIFKDHITLDDYEIHDGMNL
ELYYQ*SDQ*PRLKPNFYCSSSSSSS                                                      
>Contig18768_Pirum_gemmata_fr1                                                  
PHHHHQQQQQQHHYHQQPQHSQYRHNHYYEQQYKQHLHHQQQPKLDRRFNDKNTKKMTTIGNENEHNNILIIVKTCMGNV
FEFVIDANSRILDLKNKITEQNKLILEKQCLIYQGIVLDNKCSLRDYGMVAKVINKQRLSSSVGYDDGKDKSQECAINNG
VKDDSDNDDNDDNDDEMMR****                                                         
>Contig28941_Pirum_gemmata_fr1                                                  
KN*IKNTIP*KKGKYIIYWYSVFYSVF*LFLFFLLLLV*YLYIYKFITKF*A*YCILSFKFLYFS*SLY*FN*LS*TKKQ
LSYKNNFFCIMNLRQEQESSNIPKTPSSSPTALSTSTSNLSSKSAKLASITEKTKKITLTPVDIRIQTATSNSTPILTTS
SSLNISDDQKFTLKKKESKKKEERIKDLNTPRADTIKSKKLISTMNNTNNNYSSRQSRQIQPPPTQHALQNQTQNQNKQQ
NPQIIRVGASGTSFYVFIVSALALGLPIRVKMNEYDHIEALRRRLSRKTGIPVTCQTLLYKGNILRSGTVKDNGLYPGCL
ISLFPRIEAGLLDNYHNGPTAPLTSIDQQKQHNYHQQKLQNNGRPPIQQVQQIQQQESHQLKR                 
>Contig29602_Pirum_gemmata_fr1                                                  
YYYLLLFIGKGILT*IAIYIHNIIS*KTMVDKDSESAKKCPREIQTQINSLGVTAANNNSNVTDCTITSMSLFSSSNANH
HNKYNDGNIVCINKNGKIDNNIKTENGLDEGDSHNHICRYMDTKMRSTKYNQKLEEGNKNNTNKNAFINKNRKILQPTEN
DITVNINKNNSEKVNSQLQTKTPIKAQAKPATNQIINQEIQYKKEQTQPQPQPQPPHQPHQSPPRQPPPYQQQSYPHHLQ
PHNQQSYHHHRHINHLKFQRPSYYNQNPRPMYECQLPIYPMGYSKNINPQSQQLKQLLEDKSKQHHLNSHQLVTVVVKSN
MGNNCNITLGEWDSVWNLKIKISNRLGIDVSNQVLIYNDKQLDDDEKTMNYHGIVDWTIIRLIPNLQTGSMKRLYSSETI
EEEDLHTLLAMYLPREQLVDVINQSRNNEIVSFVANINSKQLNVRIRAVRSYNYNNKNPTFVKPNKSFQKWLQDFKACST
STANSANFDNHCNNYGYRTSISNNDKCNSNYKNYNNNKCNCNNNNIVGGRDQCSFLNRRNDNSLASHKQRMETFKRLRDK
RKLKKAKDVNNKTSIHPSPNPNSNPNPNPNSNPNPNPNSNPNPNPNSNP                               
>Contig57764_Pirum_gemmata_fr1                                                  
VIIVMTMNGFNAGSVYYIKTIPTFESAPSFEECIKVKSDSPYNSKYYSTQQIVVIDSDYIYYTSRKPALKSRKRKADKIS
TKKKKTKLESQENDPQRRRKRTMPLFIKTLTGAVIALNVNWKERVENLKRIIEKNIGYPRDQQRLIFCGKQLEDRRTLAQ
YGILKESTLHLVLRLGGGMCLSVKGFADGKPVGSTMTFRLKVGTYRIISVSITVGYPVEMPLFSKALSVALGNGSESLDL
TEQTIK                                                                          
>Contig82927_Pirum_gemmata_fr1                                                  
KDTTCDEFLALNKVEDKVNEEEGNLPVVIKALKGQEYRYLVNDTDTVLSLKKKIAVQSACPVERQRLILKGKALKDECTL
KDSNVVEGVKLNLLLKSAPKTSDNKPEVDKEKAKTTPTPT                                        
>Contig3798_Pirum_gemmata_fr2                                                   
MGPPGMGPRGMGPPGLTGRAAASTGAPVTFTIQVPSVPDKPEWHLRGQGLTITLNSGSLVSEIKAFVTQQLQMPASKQKL
QLGTQFLKDSETIAACNVVPGATVQLSIKTRGGKK*FKVV                                        
>Contig11650_Pirum_gemmata_fr2                                                  
QFGFIVRNGKSYSFSACEDDTVKSIKRKISRRLKIPFKKFYLLSEGKILKDTLLVAASPICPNCTVDVRLRVRGGQRKPN



CGEEIGKTSSSGKESGKKKVMVITTIGRL*KLPSRPPKKTFLYGKGLSR*LSTLHK**RKW*GQHPPAQHPPAQHPPAQH
PPAQHPPA                                                                        
>Contig11651_Pirum_gemmata_fr2                                                  
QFGFIVRNGKSYSFSACEDDTVKSIKRKISRRLHLPFKKFYLLSEGKMLNENILVSASPICPNCTVDVRPRIRGGQRKPT
REEIQSWRRNWEEIQLWKRKWEEEGDGDYYDWETVETPITPTQEDLSLWKRFEQITLYPSQVVKKMVG            
>Contig12951_Pirum_gemmata_fr2                                                  
DNDNDNDDDKDSFIDLKTLKSRRKKHLKLRRKSLRHSRESLIKLYIQPSLGGESFIIVAFLADKIEQIKRKIYRTSKIDT
NRQILMRGSKELVSGTLKDNNIVDGTTLKLLPKMRSGFVESASFASPSISFERVSEKVEAIISHIQNIRKLTNKNMADES
AESDDEAGVEVEKMNVCLEEDDSNIPVLNNNNNN                                              
>Contig20179_Pirum_gemmata_fr2                                                  
ENRKSIKILLKQKIKIKQKLKILL*QVNNIN*YYNMFLKFLQLLILGTLLQSSAQGTALKKRSNSFNIFVRDIRQSINYI
VNVTNSSTFCEVKRQLKGVNACRNYFFFKGDSFNDEQTLSSGGLIENSTVHVVPNVEINCNDENGGERFSIFISTITGKL
ITITDVNSFTAIIDVKNKIQNSDGIPPDQQSLIFAGVELDGEVSLGSYNIQKDSTLFILLRLRGGVVVPNNQTNTNTPVV
KFDIIVQTLTGKTATLKVENVDTISKVKSRIREAEGVPEDQQGIFFAGRSLSDQFTLHDYNIRSESTIFLVLRLRGAGIK
NRLNRSCCDCYPP                                                                   
>Contig20247_Pirum_gemmata_fr2                                                  
NVEKVGSEKELYIVSESENATVAHLKQLICDKHDIPVEHQRILINGKVLKDKKPIDASLAAGGCITNQPSLSTEEQEIDV
TLEFAELEGGACLNCCGMHCVCRPCECIHRLCCFFGGCDLQFNMCQFFCWRCYCCATDNQKEEAEL*NKKNKLKS*QQ**
NIKHNKK**IKKYMLHTVVWEFMVIAGGMLTKPLFFKKKNH*LKHCKKQTKKYFCIVS***EGHAFLLKLCNERLIYFSL
YNK*PTIT                                                                        
>Contig27295_Pirum_gemmata_fr2                                                  
SLRVRPSFYFLQARKMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKES
TLHLVLRLRGGDIEPAMKILAAKYNCDKAICRQCYARLPPRAVNCRKKKCGHSSQLRPKKKVK*LYYYYIITS*K*IGLA
P                                                                               
>Contig27383_Pirum_gemmata_fr2                                                  
AAIFQFTKKIRAMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKE                                  
>Contig27524_Pirum_gemmata_fr2                                                  
NYIS*LYFYYIYHIIINYLHFVQFFLLKITFINFY*RKGKMRINVERVGSEKEQYVLADNDNATVLHLKQLIFDKHDIPV
DNQKLLLNGKVLNDKKPIDGSLASGCITSQPTSMEETEIDITLEYAKLEGGACCECCGWHCVCRPCECIFRTCCCFSGCD
IQFNMCQFFCWRCICCATDEQKEEAEGMI*RNG*V*FMALFYTLVFFCFLKKQKKKTYNLVHNLADC*F*F*SNKLL   
>Contig29603_Pirum_gemmata_fr2                                                  
PQPQPQPHPQPQPQPQPPHQPHQSPPRQPPPYQQQSYPHHLQPHNQQSYHHHRHINHLKFQRPSYYNQNPRPMYECQLPI
YPMGYSKNINPQSQQLKQLLEDKSKQHHLNSHQLVTVVVKSNMGNNCNITLGEWDSVWNLKIKISNRLGIDVSNQVLIYN
DKQLDDDEKTMNYHGIVDWTIIRLIPNLQTGSMKRLYSSETIEEEDLHTLLAMYLPREQLVDVINQSRNNEIVSFVANIN
SKQLNVRIRAVRSYNYNNKNPTFVKPNKSFQKWLQDFKACSTSTANSANFDNHCNNYGYRTSISNNDKCNSNYKNYNNNK
CNCNNNNIVGGRDQCSFLNRRNDNSLASHKQRMETFKRLRDKRKLKKAKDVNNKTSIHPSPNPNSNPNPNPNSNPNPNPN
SNPNPNPNSNP                                                                     
>Contig42789_Pirum_gemmata_fr2                                                  
LAGGYYFSMQQKYERLIEKLELQLDRERVTREMHDDRMLERLNHERDQQSLALAHLRRSYESALYDLQISINKQLFDIAF
HGDYEKFREDVGNGIRKTINEVDNDNWTGDPNSISGFPGLLAKTAAFEIRREINKKTKPVEQVDLYSHGDQDPSGYILVY
VKNFIGTRLCELYVTNNLSVRDLKYIIEDETLIPSDNQNLFFKGKKLQDGPSIGDYNLTDGSVLHVRKNTPSNNQFRKQT
FMEKSPLDFLLSKKDEVKNRRHEREQYKLMPQAIRDFLIEKPDSIRELIEPAFIELDKNQDGVLSLEELKAFLYRKMPDA
TATDVNKIIRMMDTDDSEFINFEEWKTFWNGSLEEATRSGAISGKSNIINCENDSSSRSSR                   
>Contig72926_Pirum_gemmata_fr2                                                  
NNNNNSCRNDYNNNGNNTRSIEITNPAFDKQTHINRYKSKIKNFTIKKREEHLKIKKVDLEEQQEKLRLVRQNHVEHNIE
LTITSSMSRMHGAFKVLARSTDTIYNIKSTISAHTKVPVNQQTLSFTPRSFITGQHDERYRSKELTNQTMLYELGIERSA
CFTFGLKINSGPINYHTHSNTTTTITDEENSESEGKSNSNAPNKNTASNSGAPNYSKIIEALKKSFSQEQIDEFMRKKQP
ITIVTEVDGKQMMIRFTPRGNFKSNNNSNNN                                                 
>Contig11649_Pirum_gemmata_fr3                                                  
FDQS*VKIFFRFNEIINKR*P*IKQQILRTTGILTVVSVLCHNSQIRSCTGQGSARDFCEQFGFIVRNGKCFSFSASPDD
TVKSIKRKISRRLKIPFKKFYLLSEGKILKDTLLVAASPICPNCTVDVRLRVRGGQRKPNCGEEIGKTSSSGKESGKKKV
MVITTIGRL*KLPSRPPKKTFLYGKGLSR*LSTLHK**RKW*GQHPPAQHPPAQHPPAQHPPAQHPPA            
>Contig66265_Pirum_gemmata_fr3                                                  
FCFCFAFCFAFGCFCFTFVSVFVLFCFNFCSIVSF*LYLIVLTFLLPSYLFFHQILP*LITFYCFYFGVWLL*FLFWMLL
FKKILN*ISDCELLHFFFSVNGGTL*YYLVIALKYNMGACVSSSSAASQPSGQLPTQPQSSPSSTGEKTQKLRTVRLDWT
SETPITKSGVLKKRQTFWETCSSYGGQQDVWDALKGACETEELSTAQAILDAVGVILPAGQLSPCYDQSGFQYKVPLYCT
CFPTNVQEDPTPEEENVDAYSNPSTTSTTSDKPDSSKSVTEELASGGEPMTVKVRLSTNEHALHKWQVTNKTTIGQLKSK
VQNEDGIEPGKQRYFFGGKQLADKITLEAAGIQNGYTIQVIVNP*FLFCNSI*Y*LTPLSPPN*QNDSNKW*IRKFAKVS
TFCYVIVDLQETRSNMLMILILIIRVSIGL*FQRKEPKNSL*S*NPTRQSINQPTN                        
>Contig71867_Pirum_gemmata_fr3                                                  
Y**AITNMFSVIVKCAGGDKVKLEVEETMKVSEVKAKLEKETSVVPGEQRLIFSGHLLKDDSDLAEYKLTEGSTIHMVKS
NSKPAEAKPAPRETAQTQPESSILADPQEPDESEMGEFLQELQNNPRFQQQMLQALADPNMRAQIFQQNPELARAIQENP



QFLQALQNPQMLLQMLRQRQQTQLTAETLQRACTNAMSALNISGPPANSGPASEFTNRVTAGLSQFVEQTMNTMMGRRET
SGTGRAGAGAGAGA                                                                  
>Contig7192_Pirum_gemmata_fr4                                                   
QPEPQPEPQLIASDVTSDDKFNVFIRCGNSWCLTVSPKDTVKNLKRKISRKYKIEMKSFYLISGKKIMKNRDRVLDYSVS
ENSTLEVRFRLPGGN                                                                 
>Contig39254_Pirum_gemmata_fr4                                                  
EVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGG                   
>Contig39256_Pirum_gemmata_fr4                                                  
PPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL                                
>Contig46839_Pirum_gemmata_fr4                                                  
EDGRTLSDYNIQKESTLHLVLRLRGGAKKRKKKSYTTPKKNKHKRKKVKLAVLKYYKVDENGKISRLRRECPSDECGAGV
FMASHFDRHYCGKCCLTYCFNKPEDK*LYELIKD                                              
>Contig11672_Pirum_gemmata_fr5                                                  
QTNK*INKHMNKQTNEQYSYSYLISITNI*QVL*TIQPISLPFHCFLFFIYFLNT*HCGTSIPTSPNKFVNMTNKMEPES
KVIDNEDKVKTVDDEKENKQKNEGTANNIKDDQDLVKTKVESNVEQQKDDNNDDNNENDDKKINADEDESKYDVDKKKEE
SNKEVDEFEVREELKRNAPKITIKLKHSTTAHEVVVPIIITVAELKIEIEKITGVPCDHQKLTSRVMLNDESRSLEELKI
KNNSKMMLIGSATLEVVKKPDVEEEARDTLQRQNPTLFDPKTHKKVLDKGIPEDAYPGILNCKEHIGYTPLKGLCDKNAN
KIRLTFKPELDQIWIGRQDRTDKIYLSQIQSVNSHATPNHPEYHILNIQLGATAASSLLIYWIPSQFVDSIKSMLR*FTF
VIN*TFVI*LL*MLYLATIFFTLFIYLFI                                                   
>Contig27481_Pirum_gemmata_fr5                                                  
*NNNCVLQKPNKVESVY*NYW*IIFCCSCSVLNFRFF*FFLCCW*EIIKIIKMKVLVKDISQWKCSLEVEESETVKSLKE
KIMKEKGLNNHSIKLIFKGNQLADTETLGHYKISENDFIIMFSTPIKTAKAEVPEKKEEKKEEPKVEAKKEEEKPNETTA
PTAAPTAAPTASEFGETTEQLKAMGFPESQIVPALRAAFGDADRAVEYLMNGIPDNLVGAASSEPPATAAPEEAEQQSGS
MDVDTPGAGTGMGAGMDENSPFLRLIHAVQENPATLEPLLIQLGRANPELLKEINANQDQFLQLINNTPPRNAAQGGAPP
GSFEIHVTQSERDAIDRLVGLGFDQRVATEAYLACDKNEELAANYLFDNQ*KKEKRKMEEIILLLVFLVLFLVSLTSIFL
FICLRSKTRIIRTF*GL*FRIYLNHFYFYSLTQNE*CYQLYDWWV*ICYCSCTL*FNVRL**SQTLGGSFY*RSWIKRNF
IVCKQIMKIYLL                                                                    
>Contig29087_Pirum_gemmata_fr5                                                  
L*FLLYNIILYNIILYTYIMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNI
QKESTLHLVLRLRGGGKKRKKKTYSTAKKTKHVRKKVKMAILKYYSVESDGTIKRLRTESPNAPGCFMALHKDRITCGKT
GLTMVHDLDTWGKHVRKKV                                                             
>Contig29661_Pirum_gemmata_fr5                                                  
KSKTKKV*NNNDDNRIYFFCLVILSTICS*MIESRM*ICSCYHPFC**TANCS*YSYLTLIL*MGYSYLTLIL*MG*GNG
IPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKRKKKTYSTAKKTKHVHKKVKLAILKYYSVDSSGNVT
RTRTECDNCGSCVFMANHPDRRTCGKCSKTLQ*INCVFFILEMWFLLVCDLSFFFSFILYILL*                
>Contig29662_Pirum_gemmata_fr5                                                  
KSKTKKV*NNNDDNRIYFFCLVILSTICS*MIESRM*ICSCYHPFC**TANCS*YSYLTLIL*MG*GNGIPPDQQRLIFA
GKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKRKKKTYSTAKKTKHVHKKVKLAILKYYSVDSSGNVTRTRTECDNCGS
CVFMANHPDRRTCGKCSKTLQ*INCVFFILEMWFLLVCDLSFFFSFILYILL*                           
>Contig29663_Pirum_gemmata_fr5                                                  
IQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKRKKKTYSTAKKTKHVHKKVKLAILKYYSVD
SSGNVTRTRTECDNCGSCVFMANHPDRRTCGKCSKTLQ*INCVFFILEMWFLLVCDLSFFFSFILYILL*          
>Contig39253_Pirum_gemmata_fr5                                                  
GKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL     
>Contig39255_Pirum_gemmata_fr5                                                  
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL                    
>Contig53294_Pirum_gemmata_fr5                                                  
CDRHLTMQIFVKTLTGKTITLEVEPSDTIENVKAKIQ                                           
>Contig72841_Pirum_gemmata_fr5                                                  
FLYFFISFIFLFFLFVGYIFCSLCYVPIIIKKKMVAEIIEQVNPCLKELLLAVKEGNGENFQESIQKFKKTIETLIVFIT
ENGDAENINELNKHIKDTLNRLDNYTKCNLVGSVDNFQGQDVKGDCIVLGKLSKQLMEKAVLIDEGLKNNKDASLIRKDS
KKNIEDCELQNLINVFRELGNTTRPVFTDILESIDELTKALQSKSEQIPFDVNISDIFGRFRKLDEASDVLRNVTEKMMA
SFESFTKKAMHGKLKKHIFIEEFEFFCAMFLQNLGLLNASLISFLDLVDTITFDESWERSLIFESMGRLLGSARDLLEIK
NYNILEIFEVTNVHAQSFCTLTLQYVSKFRKKITTNKSEFEIEIRQKRDFQAWKTKKKDKTDVLVEKGYVRFSVQMLGEL
GEKYPEGKKIDLTMLEDDTVKKLKEIVAYRVGVGVGEFQFWLQGNCLEDDEFIRALGIGSKYKGVFAMTSACDPSPDDID
SIMNATVETTDDEKLKIRTSTSIKKTKSESAISHMSMASMGNLTVCAGPSLTRSKSQSSPRYAKIEEYRKTIYAINAEKD
DIERQIREITLYENDTKERKAKIKVLKDSVFVKEQKLEELNRKTLQEQAAINATITGYYTGIMKVKKKGAQTHGKTMIVA
VTNQGRLNLKNESASAISFSEPLFGATLAYGIKNLQMVIEFKNGPVYVLTLGSEMELFTFSEIVKKYVEKSDDYDNPPIR
RRKSSRIPKIRPLSTFRQKAPSFSVQGDLSSHKRIKSQNDLDKHYEQQKEE                             
>Contig4267_Pirum_gemmata_fr6                                                   
LFTIITTYK*ILLLLLLIIITTMQISVKTLTGKVITLDVEPSETILSVKYKIQDKEGIPPDQQRLVLAGENDHKVLLDND
RFLVNCNIQRESILYLVLRLRGMISNFDSNDINNPAIKYLMLTDEERKNAPEPSPEEIRSSAERGGLDADMNMGLKIQYT



GDAIMCEKQRKKCIEFFDGYWEMKCKEKGEKIKDMKVKITGEVMKKILFDSFNEIDKSNFAIKSDTVERLLQFHEPQFRN
SMFAFRRTSPTAGCINFHTDAGCSPRKETVQYTLVNDDTYEGGRICFYSTALGGIIIPKRPAGTITIHGASLIHGVTRLT
RGVRYSLFVIDEGNALGDENVYELDAYDVRKTFDFISEETQRKLRETQDAACIICCALPASYALIPCGHLCICGGECLVE
VTRSGKCPLCHQNFLQTCKI*Y*Y*LVRNEKHNDLQQKLLEVENVHCVAKNVV*TCKMYTN*KRET**STTVLGSCPKK*
NSEK*FRSK                                                                       
>Contig7193_Pirum_gemmata_fr6                                                   
LVLFFLLLDVTSDDKFNVFIRCGNSWCLTVSPKDTVKNLKRKISRKYKIEMKSFYLISGKKIMKNRDRVLDYSVSENSTL
EVRFRLPGGN                                                                      
>Contig24814_Pirum_gemmata_fr6                                                  
RKIKTTKQTSVKDFKLQVEKATNVIPSKQRLLYIGRILRDGNTLGSYGLQTGFTVHMIERPDENTNSEPLFADSSSTAET
EASGPSGTNQPQVRTRVMTFGVAPGNLDVAQIVQSVLGSMNVEVPTNMSVSTLADGRGMSFDVDNAPTPISENCLNEHRD
RYIDLHCENELFSTHLQDQRHNEDYKELFEKQKNKLMNDFDVPSSSSS                                
>Contig28557_Pirum_gemmata_fr6                                                  
YYYYKQKIKMQINVKSAKGGKFTVEIENSNTVLELKSKITASQEVPESEQRLIYAGQILVDTRTIESYSIQDGHAVHMVR
SQPKPATTTPSSTTSSTNTTSSSNSSTNTSNSSSNTQHSQNPFGMGGGMGGMGGMGGMGGMGGMGNMSPEMMQQMMNSPI
MESIMSNPDMMRTMMEQNPQTQQILREHPEMAHMLNDPELIRRSMEMMRNPNLMQEMMRTQDRTLANIESHPEGYNALRR
MYTDVQEPLMNAAREEREQQANANPFSSLANNNADPNTPLPNPWARNSSSTNTTTNNSTSNNNSNSNSNGNGNKKGNDKS
NNKAMTKKNNSKGKKNQENIAQKEIGSKNNTKTKSKINLGNVTNTKNSKNDKNNNTKKNIDKNNTKKNETNNTNTTTKTK
TNTNTNT                                                                         
>Contig30507_Pirum_gemmata_fr6                                                  
RTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLS
DYN                                                                             
>Contig33027_Pirum_gemmata_fr6                                                  
QIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKE                                               
>Contig35207_Pirum_gemmata_fr6                                                  
TTTTTTTDNTNNTTANTNTNTTTIIKNRNSGSQNSSRNLIINVKSALGWSHDIKIRKYDSIESLKRKISRRTGIATRNQR
LIYLRKELRYGTLNENNIKNHATVTLSVSVQSGLLDYVQQDTICQEIIQEIIIKRTVVNEKECKKNDNGNEEEHELISSP
VLDNFFRMQTLEDGLGTVVEINGVPVLVHIQDNTTDSSEKTETSSLCNGEETETEKIENNQTRQKMALLKEQMLFKKAKR
ANKLSSH*LVGEKLSIDN*IVGQ                                                         
>Contig35423_Pirum_gemmata_fr6                                                  
YHYHYHYNYHYHCYF*LFFFFSFENKHKIF*SIMQLLIKTLTGKEQSVDVEPTDTVLRVKEAIEERDGVPPKQQRLIFRG
NQLNDEKTLEDYGIESGVCLHLIVALRGGY*VLENGGFF*KNFI*LVLYFIMCIFDF*IKFL                  
>Contig39257_Pirum_gemmata_fr6                                                  
QIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGI                                             
>Contig52660_Pirum_gemmata_fr6                                                  
*I*SCSFCPILSNNMKIKVKNGRKVVEFEVPTNLPNETLWLKQVLSDKFRIPPAKQTIVLKGGIKLLEDAPKLSNLGVKE
GNRIVLFGKMDEDFEKLEAI                                                            
>Apar_comp23788_c0_seq2_fr1                                                     
PRRA*WFWPRFPDKPPERTAAMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDY
NIQKES                                                                          
>Apar_comp12240_c0_seq1_fr2                                                     
PPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPPDQ
QRL                                                                             
>Apar_comp23788_c0_seq3_fr2                                                     
LEDGRTLSDYNIQKESTLHLVLRLRGGGKKRKKKNYTTPKKIKHKHKKVKLAVLKFYKVDTNGKISRLR           
>Apar_comp19215_c0_seq1_fr3                                                     
VADVKEFVARMEGLPCADQVVCYAGVPLSDDSTLAACAVGNLSTLNVTPRLLGGKVHGSLARAGKVKSQTPKKEAQEKAK
KLTGRAKRRAQYNKRFVNVVAGFGKKKGPNSN                                                
>Apar_comp23788_c0_seq1_fr3                                                     
SDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEPSLKILASKYNCEKMICRKC
YARLPP                                                                          
>Apar_comp7350_c0_seq1_fr4                                                      
RQLRDAGG*VQHATKPSNGTASLGLLYVPSVSCGRNIFGFFLKGSEFSVSPGDQA*RLY*KCAVHAGNCWLCYNFGRRSK
FSSRSSFTHVSRVQDKRKMTDAGSSITLHVAHDRNTNDVYAFQFNPSATITDLKLFVEPFIGVPTEYQRLSYQGRLICTD
PDATLQQVGLVHQSSIQVAGESPWEEKVRKLESIQNDAAMVRAETVELETAFAGEVPDAREQERLDKHWKMLNEKCIKLQ
LALDSVSVGGPGITDQIQADLRQQRKQHILYVQETESMLDSIKNR                                   
>Apar_comp7350_c0_seq2_fr4                                                      
RTVPLPCRLHTHLPTKYYWTESC*F*PSPCTDRNTNDVYAFQFNPSATITDLKLFVEPFIGVPTEYQRLSYQGRLICTDP
DATLQQVGLVHQSSIQVAGESPWEEKVRKLESIQNDAAMVRAETVELETAFAGEVPDAREQERLDKHWKMLNEKCIKLQL
ALDSVSVGGPGITDQIQADLRQQRKQHILYVQETESMLDSIKNR                                    
>Apar_comp15882_c0_seq1_fr4                                                     
TSFTELDEAV*VSTLASPKLFCSSFLQTSARSSLWLF*IQ*PKVSIQALELTGCFYLPAPPPPAHPFLRTVLPPPFSFWT



SSCYPAIMAREMQVFVRFDNMCTTRTLTLNVTPRTLIIELKKNVVERIEEAGLQESSIQVTFAGKPLMDHLPLYEYNIHK
ESTLFAAVLCPLATATHGFLDSESNGGCDVQVASCKRAFEESDVKLVDVDPKKWKSACEVAPVCV*LSIFLPTFEDLVWS
HPTPLKPSNSSAYALTQQRRLQVQHVVFSSRFSLMQPASSWYFECNSIFVWYCFCSLDD*IPILLKQCVYYSGAHPTKFR
SF*VPLLYIMPFCCL*ADTVLHFSLRIFPGKILGIRTRLEPSKQTKVWQQKP                            
>Apar_comp16330_c1_seq1_fr4                                                     
SR*SYVSLLCKLFFFPKLLNSRGFLLMNALAFQGCRILGKLCDKENTCIVTYTSAVCV*TEIHVFSIRIQLVLSIRIFAY
RKGILPNIRFSFLTAIGGIMHGSRHEFTHAKRVNSHVLPSCGASVVEMHTQNTDQITDNFESQIQTYGRKVVENVELQPS
ERGNVLPGAVLHRSSSPSPTPSRSATVNVRVRTVLGQDYNIECQKDDTFSAVREKIFSMTSVAPNLQQLVFAGRELLDSQ
TIGQCGICDGSTIQLAPRLCAGNSKSTTVVQPEDEDLLQTLRALSDEQIDELIANKTPLTFVSKVGDQHMVVHVQLVADD
MGPLRQMQHRLNNPHKPHILQSKSTFPDPKYVPVERAHSSSSLQSLLQPKTKNDFDWPDLPARATSSSPKSGITIPKSPN
FQRVSSLPITRVTACSPPPSISVPFAQECTESIFSRENSLQFGRDESSLSVSRVGSTSSFGPNDSFDGLSVNSVSRFSEK
RGARTKMRSLRQQLNACMQDQNSSMGLIAG                                                  
>Apar_comp16365_c1_seq1_fr4                                                     
SVEAKERINIIVKTLTGKIIPLLVDDSDTIYDVKTLIQDKAVTPPDQQRLFFAGKELEDSHRLVDYNIQNGATLSLVLPI
RVSKKFQRPGIPSGGW*L*WMTVLATTQQLGWICRASQK                                         
>Apar_comp18095_c0_seq1_fr4                                                     
QPESRVKFLVV**GCTDVQSATFSSAKLPLYQLIIAYSMATLLLL*RFQTKRGSKRKGKRTQSFEGHGEHKLGRTK*QIT
INGLRCLSCFYSTGGLPAGARHQRFKSVQEAKCLRLWPVYTMASLNVVVRWAKHSFELQINPRQDLRVFRQQVHKATGVN
PSRQKLLFHGRVIKDDTNLQSLGLKEGSTILLMGSVEDLDEPGPSERPRFVEDMTEEERREELRQFMAAREDMRDEDRYV
AEHFISSFPGMPDFVPYDFSYRYGQVRDEVRFKTDLGNGNMEALHLRTLALRLQTAVLSDDTATAKRLALGHYSKHSSPL
ALAASGILSTLQNPLLIAVQRGNLELVKYFITEGGIPVNSTTHAGGGQSPLHLAVANNDEAMVELLVANGARVDTRGAFT
RRTPLHYACQMGNINVARFLFSRVQGRIKDLFGEHDRNEWMGLAISRDHVEILQLLVDKKYVRLTEWTDPQTHLGPLHVA
CKCGSLRVATYLLDDQYMEVDAVAANGSTPLSLAIRYGGLEMVELLLRKGAKRIEALAQPGLTAELHACLVEVGMEVPSL
KHMCVVTLKHKQWHGRRQAIYKLPGGLIELFD*LFLVFFFLFFWIGAM*HLFSCMDADDDCWVDGDDGDTYVQYPSVTYT
HTQPYSRRG*RIRDHGTNVHACTYTQNTHTA*KHAPRTLALTSFAAAIAL*TSIMISVLLHGLLLRGTATTYTCKKRSLI
SANAKCQMITQPLVSCVHSPGSPIM*CFVLLHMGIYKPIPTFSSTLCPSHFCDLHSRCSLNATARNGTIQELSGFAYSCL
CEYHGNHWPVSLCIH*TQSN                                                            
>Apar_comp19231_c0_seq1_fr4                                                     
SHSFYRHLWGHTYAVLGVENARKMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLS
D                                                                               
>Apar_comp20398_c0_seq1_fr4                                                     
VRHQRDKAHSFRLTDTFRYVFPQHRAIRSSLYSY*VRRIQTRLLPFTKKLVQRKKKKMQLFVSGVGSTPVCVQVEDGETV
LGVKRRVCALAGVPVCEQRLLINGRRMEDDCLVMQAGAGTWATAEVLLRVVGGKGGFGSMLRSMGARAAQKETTNFEACR
DLNGRRLRNVHDEEKMAQWLAKEEERKKEAEEKKRRKQEQILRGPLHSFDHHKLGTETRALKETVDEALTVALEKRKAEE
KPAVTETAAKKLKIWGDLDEDEDEEEE                                                     
>Apar_comp20546_c1_seq1_fr4                                                     
V*E**IIRLNT*VHDNKTLKSMLPKLQSRQPEYPPRSCVKLRSRFISVFSYVSSTTGKMQIFVKTLTGKTITLDVEPSDT
IDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEPSLKILASKYNCEKMICRKCYAR
LPPRATNCRKKKCGHTNALRPKKKLK*TLVSLRVYANKRPLDNTLPCVWALRKK                          
>Apar_comp20546_c1_seq2_fr4                                                     
V*E**IIRLNT*VHDNKTLKSMLPKLQSRQPEYPPRSCVKLRSRFISVFSYVSSTTGKMQIFVKTLTGKTITLDVEPSDT
IDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKRKKKNYTTPKKIKHKHKKVKLAV
LKFYKVDTNGKISRLRRECPAETCGAGVFMANHFDRQYCGKCDLTFAFQK                              
>Apar_comp20848_c1_seq2_fr4                                                     
LCICLYVDTWGVS*IHTAFSPEQYEWVDTDGLRNWLAKGSSADPINNMKLLCTHGNLDPHAVNMVKRVSVTGAQGVINMC
REAEGNVRLTNESLCRTCVENTHTRQQAAEILMADQELVKDCLEAAGPGHKEGYWVGKESLRQWLKKPQVNPSKGGAPSA
GKQAGEVAAAAEAAEAKGEDTDSVDTQKQGVLNSEILCPHDGLAPGTGISQIVPQQVWEILKKHHPDAVEIPAHTNICQE
CSSEDKDKTVRTKALRKRAKEEKTRFARLLKAQQTEFTQFKNDIVNLYIIPMDFVASLKRFIKSPDLGPPCPLDLSYLLC
PHGNLLYNVAEINNPNVLDNTYLVTEDEWASLREYRDEKTREISTVWTNRGEFITSSIAPCREGCVEARQKELEDVQLVY
ENATIYVKVIKNDGKQQDKQQNGVVEKENEKVEKMDVDGSPPESKEPAEHEENGTTTAEEYVPRKSGRKRVPAQPLVDEG
TRSHPKRVRDSTRKSVVVSSNTTVKELKIKLYSVLNASPVDQHLSFEGRPLEHDQTMAAARIFPGSVLEVRVDVANITED
DIIAASIAAARSEERGFSGTGLLGGR**PNVQQDSLPPQLLSVCLCSQTKTNTLFRAVDRYLP                 
>Apar_comp20848_c1_seq3_fr4                                                     
RESRSKVVTIGCAC*WVCLQCVENTHTRQQAAEILMADQELVKDCLEAAGPGHKEGYWVGKESLRQWLKKPQVNPSKGGA
PSAGKQAGEVAAAAEAAEAKGEDTDSVDTQKQGVLNSEILCPHDGLAPGTGISQIVPQQVWEILKKHHPDAVEIPAHTNI
CQECSSEDKDKTVRTKALRKRAKEEKTRFARLLKAQQTEFTQFKNDIVNLYIIPMDFVASLKRFIKSPDLGPPCPLDLSY
LLCPHGNLLYNVAEINNPNVLDNTYLVTEDEWASLREYRDEKTREISTVWTNRGEFITSSIAPCREGCVEARQKELEDVQ
LVYENATIYVKVIKNDGKQQDKQQNGVVEKENEKVEKMDVDGSPPESKEPAEHEENGTTTAEEYVPRKSGRKRVPAQPLV
DEGTRSHPKRVRDSTRKSVVVSSNTTVKELKIKLYSVLNASPVDQHLSFEGRPLEHDQTMAAARIFPGSVLEVRVDVANI
TEDDIIAASIAAARSEERGFSGTGLLGGR**PNVQQDSLPPQLLSVCLCSQTKTNTLFRAVDRYLP              
>Apar_comp22362_c1_seq1_fr4                                                     
ALKS*RVGKN*KQMVC*KKKYFIILSHTYIRSVRKLTNVL*LIRPGRHPLV*TS*DADGKFSGPHLANSFP*QAALFFKA



ILHSLFHPLYNVFFLVTSYGF*KMDGASENVTVVVRTADGSNPDIHIEVGVSNTVRHLKELIGARHSRHPEPEAQKLIYS
GKMLNEWATLATVLNLPTSDTVTTVHLVVAGAVSAPKPNPPAAVSANEPQERPTTPVAPASPSQQAQAQAQAQAHVQAQA
QAQAVAQAQGQHAHMHAHGTPNAEMMYRYWQWYYAYYALPSYFAGSGQATQQPGQGSAAGVHAAQSYREEYMRWYEQYAQ
QWVQYQASSAAQAQYPVPGGAQPQGLG                                                     
>Apar_comp22860_c0_seq1_fr4                                                     
DRCTSKIFRC*VLQYKG*GGLEASNAKMPVIKVSVKWQKNKYDVDLETDEPPLLFKTQLYALTGVAPERQKVMTKGGILK
DDDDWDKIKVQEGQTWMMMGTVGADAVVAPPQQRTKFVEDMAENEVPTGFPPGLRNLGNTCYLNATLQCLGKVPELKHAL
EKYNAQVGLDPSNNITLQLKQVYGALDKSQTAIAPILFLDELRKAFPQFAERGEGGMFMQQDSSECWQQIVKCLDNKLPG
VSTEGAAGSKSFVKQYFTYELASKLKCTDPGAASEPETTERSESQVLQCNISLQTNFMAQGIKEGLEGTLEKHSPSLDRN
AVYNKISKLDRLPAYLTVEFVRFFWKAKEQVKAKVLRNVKFPVNFDAYEFCSEELKAKLLPMRKMFQEEAQKEVDKRAKL
ADLKSKDGAGAMDVDTKKATHPYDFADDPGSNNSGYYELGAVLTHQGRSADSGHYVAWVRDKGDKWLKFDDDKVTGVTEE
EVLKLSGGGDWHMAYLLLYVPKVLVTED*AGHPRLCCHIWALALRFDWWPHGAQPTL*PSTPTSTVTTIYGQSDRHDVSV
RVV*PANICTRALNQKSHTCTNGKK*IIMI*RHNSKFEHMHMRKNQTR*WYIYATPGSGTFSLTHFCAPPGPVFLKICFA
YLPSPTHHT*FSASAGKKTRAHVKALTILSDWFAMHLAFFRFL*VCG*HSERYHHRKLSVPSH*YKSTFSRCLNFSCTGP
VLMSKKGSLNKSSG*SVLW*I*LATKKTTREVRRH                                             
>Apar_comp24811_c0_seq1_fr4                                                     
SSFVLFSYVD*LL*FHVS*DTIKMAENLKQFERDETSQAIASPAVPTPAQENTNGEATTVAAPRPLTTPVFARPSALSQR
VSRTLVRRPSVVQQTPQQNSYHIRIRSSMGIACRVRVRDTDKISSVILTVSSFTGVPPSRLQLVVRKTGAELRDGSKSLK
ECNIVDGDVLHMLPRLRAGPLGGYPVFCTLTDDGEESDSSGSSESSLSARLRRLDETQEELDSYPSQETLPGPESSVNLL
KDMEEEPVDEQKLCEHENTRKRMLALREKMEQQQNAKRRKL*ISRMKVVL*TNKQE*TSST*LLFLIQFPVHERPDSALI
L*NLRSSLCN*LCVKNAGTT*LYLDLTGYEQLNCMDSRWRFRRSCKVRNVKIRTCSKFKPFLQIKQFMHWYLVPQAKKKK
>Apar_comp4717_c0_seq1_fr5                                                      
KQTATPKSNPKYKVFYPRGQKENNSTSERVKKMRE*KRERQ*TGITS*TPLAANQEYFTQKASKTTQSRGIWLAGRDIWH
SKMDDITLCIKWSGSEYNITVPKAHTVEELKGAIQEKTGVQAHRQKLLGLKYKGKPPADNVKLVDLDLKPGMKIMMMGTR
EEFIVEDVPEGFDDAEVINDLDWSEETVAVRDREENLAKVQKRVQMYKFNVLNPPRPGKKLLVLDVDYTLFDHRSIVESP
LQLMRPYLHEFLTAAYEHYDIVIWSATSMKWVEVKMKELGVLGHSNYKISFFMDHLAMITVQCPKYGVINTKPLGVVWGA
FPGQYTPENTIMFDDLKRNFIMNPQNGLKIKPFKNAPVNRDTDDTLRRLTEYLLFLASHQSLSSFDHDDWKSTMRRQRDR
P*RRKYA*LGNSFFGTQIS*KEYGFPPVFSCTVYHVVNFCRIGFRVNRP*SGMVQS*IVHIPIVGLGIRTQRISRKSLSL
QIGFLLSSDVACHITRASD*RECECLCFHITSRGLVE*VGWGVCVVMVV                               
>Apar_comp6364_c0_seq1_fr5                                                      
SRRS*QA*TFHFGPERLSLRHNLSIL*HLSFLQKRIVNRRLI*KP*LLLEGFLLDVCESYLLRRRSSEFSNSSAVREKIG
YGEELEPRLYHGAKF*KLRNIV*CCYLPFRRLKERLKQS*ASTLLFGIKMAEVETGTSAQANGQAPTEAGGEKVNFKLVF
NKVQYDVTLSLNDTVGTMKKKFQEMTGVPAMMQKVMYKGMLKEDGKTLREVQMKDGAKIMLVGSSLQDVLSTIGHPGSEA
SQATSTVAEKKTSLSDDAVHKKVLDKGMPDDIMEGHRGKKEPWPPGGIRGMHTRGGQKVRLSWKPEMDQLWIGTKERTEK
IPVASVHGVESEPIKGHDNYHIMAIKLGTTDASKFWVYWVPAQYVETIKDTLLGPWQTPN*ATVVVK             
>Apar_comp8588_c1_seq1_fr5                                                      
PYTPAPPHKGVAATMFQAVDHRPAPTEHRVISILAPSAKSYPLLINGGETIIQVKSKLAESMGLDGRVQPQRLQLMFMGR
RLEDRHSLGYYGINNGMVLQLFWDMASEEAHEQQKT                                            
>Apar_comp9073_c0_seq1_fr5                                                      
KKERKKETLVNVSVKRSERKEKLQNKSHLLFPEPISIKENPHLVTILCF*TSHCRHHPTFHLTKPAKLKTSHTLQ*YPFP
LIPHTNMGFKVSVKAATGDKVELDLESKELKVADVKVMLEDKTKIPAGEQRLICTGHVLKDDEEIGKYLTGENVTIHLVR
AAAPRPVEQAPAPQPPPAGYRGMGGMDDQEAQMMQEAMANPQTRAMIEAMLADPRALEALINSPEIANDPQALAQLRAIQ
QNPQMLRQVLQAIASGGVPRPRQAHRFTAIELGAALGAVMQTLGVHGPPQGPVTEEDFSNAFMNTWVALQRMVGQGVPPG
AGAGAGAAGQAGQGAGAGAQARGALSGSREFVTKEFLQQCLDRAMRGTR*WST*ERPRACGYSGGLVLWGEASVY*MRLW
YCEFKTNKV*RKRMVVNCEFVWR                                                         
>Apar_comp12355_c0_seq1_fr5                                                     
V*GARGC*CGCFFFVCFFFFFPSFFL*IRFLVRCIIYCFPLIPCVLRLASSSSLRLHSSHRLFE*FCKFDATLFFSLYGS
*IYLYTLALPVRKRNMRVATTEVPMRIVIISSDGSRRFLNLTSDAKSVSCVMGGIEAVLGISVDRQVLWNKCGMRLLEGY
SLSQYGVGEGDWVWVETAQEFASRQAQYQAMNQDISCLAPDQVVAAGLQEQLSAAEISGRLRTPTPNNIARLSVFTEYGD
VCCLHMDKDATIRAVKEQLEAQLGVPVSCQALFTTENTHLGDDTSLSDSGIKEDDPLRLVILSPPSPNMATYANYWTHAM
PQPYQTSGPAYQSYQNSWRFDNEISGFGSKRTGGVGVGVGTHTGIPHSNLAKVKAGKGGSLATAMGRFDAFSGDGRALGQ
GGSMGVSQFFQQQEKIQATIDQQNAESNFELAMEYNPEVFGKVNMLYVNCCVNNHPIKAFVDTGAQMTIMTVDCAQRTGL
MRLCDRRFKGVAQGVGSAPILGKIHATAICIGGDYLPTSFSILETAGVDVILGLDFLKSHQCGLDLDRGVLRIGTTMRET
PFLAEKDIPGCRGRENTGFMALPSPTNQMQRTYHTHGNSQWRAAAVGVLA*SEN*RQTA*HDDMRKY*ACKPLLPYDSVG
ERCKYLTRTKNLCSNRSSLSTNSGWQECPELGSLGDLSHALAQ                                     
>Apar_comp13844_c0_seq1_fr5                                                     
LFLNNLTCRVYLFPHPSANMRVRVQQHNLEAMTVVMGENATVGDLKARIHDCYGIPANLQTLYKGTKRLSDSTQLEKCKG
KDSEQTAVYAQPDGVVCAVPTATVRMGSDSASATTRPEQRGDTRDEGVEFEVVELPKVGGEEVGEQDVVLNLQVELRGGC
CGACVDCVCCPCECLWDIITCPFRCIADCCGCD*EYGCI*IDSFLLRDFCGLTTVYRHVDRYAA*Y*YSRKDLGLIL*IF
*PLYRDRHARKSTVWN*APGSSVDVMIAIHAKEKCTWFIGLFSPIFEETVPAGRQAFVE*IANLK               
>Apar_comp17937_c0_seq1_fr5                                                     
ISATLAPVSALYQVLSSCLGRKTQGNMQVFVVSGASHLAEFNGTSTVADVKEFVARMEGLPCADQVVCYAGVPLSDDSTL



AACAVGNLSTLNVTPRLLGGKVHGSLARAGKVKSQTPKKEAQEKAKKLTGRAKRRAQYNKRFVNVVAGFGKKKGPNSNS*
MSLRKT**M*FVER*CMKAGKKKKKK                                                      
>Apar_comp18269_c0_seq1_fr5                                                     
SHTSNTHRDNARRVLFSCASKV*SSFFFQTAYSFASL*PLYT*FFKVSVKMSKHLVDGSTDFDGTPAPTMTSTQAPAKTD
NGDAGSTVSEKRPVPLPVTPLPNPDMPVSCTTTPPETSTDVATSEHSRNSVHRCSSCLRRKQKPGTIRFTITTVTGGMYS
VKCKETDTYAFLTFKLYAKTGMRPERQRLVLARREIVCSEEATMKECGVQNGSMLVLVPKMTTGFLTHVRPAEVPQQPTK
QVQVEEEPEEAPVARKREPGWWKSKQSEHESMRSKMEQLKERMAAKKQKGQQ**YNLSVMLLNET*NVVWFEVAALGWNE
*MKRYIYVVCIL*KESYFEACSFHRQLCTSLVEF*NAKNCE*KSLVMLLCWHTSW                         
>Apar_comp19152_c0_seq1_fr5                                                     
AFTVSFDTLWYAKRPPPFFFLPSFGRDFFLLL*V*SSLVLYCSRKEYTRGIISFLIVSFS*TSTHSFTFMSLVWIYLAYS
TAQTCFGVL*AREQQLKMTNNVLSEDNTIPASPSAPAPSTSSILSDNVKEIASEASVDVMSPPTKNTPLEKGNTQHHVCI
PHTLPSKSVCSVSDLSPASTPTTTRPSTPTTHTRPSSTRRSVGLSSEENRSDRKSDSTVDGTSGSHIKRSKRFRVYVRNS
LGTVHEVKVRETDSVRRVKEKISMATDMLPQLIHLLFNGTELNDERATMGQIGVVEGNTLTVMPKLQSGQMEMVEGMPFN
EESLYEKIMSQLSDKQMEELSSGTLNKPLSFVTTIGGKRVLVRLKPAQEANGSTSGPAVGTSSSTPHPDLEPWTRGATTS
TGVRRDAQWRKEKQVEHQNMRSKMDIVRDRLREAKANSALAPNEKVDSEVVGKSENVKAHEEKVNVTASANGCSGSKVAT
AEPVVVKKNRCGSCNAKLGPITFPCRCTGVYCSTHRHDHQCSFDYKK*GGCVKGLNG*MYT*CCSTMC*ADDLVPSGEKS
VKVCASIMFHRMRK*YCLRPFVSV*WLYIDW*TKCGCT*KLFSNYAVLKTSG*ERE*SIFFSFYAK              
>Apar_comp19821_c0_seq2_fr5                                                     
FFFFFFSPFFFSAAVSCKFVYIWLLL*MY*TSIILYLPLHFLHICLV*QLVLYIVLGCLKQKPLASTLSLSVSWLDRNRD
TSFLLIDRSTPTPEVKIKDTATMKLTLRTLDQKTFQVEVAPSDTILQVKGKVQAEKGFDPSAQKLVFSGKILSDGQTVAE
YGIKETDFVVLMVTAAKKLAAAPAPAPAPATPAAAAPAQPAAAPAPAQPAAPAVDPQTEALLAQLTTMGFNREEAQMALT
AAYGNPDRAVEYLMNGIPDHVRQSLQQPRQPAPQAPAQTPAAVPAPAPAQAAAEPPAGSGPFAHLADHENFLQMRMLLQQ
NPMLLRPFLEEMGRQSPDFIRLVSANQEEFLAALNDTTYSRQVGPPGTRVLSVTPQEKEAIDRLVALGFSREQAIEAYLT
CDKNETLAANYLMDNANWE*RERCRRGVGEKTHHLYSHTPHRDTCTCRHTGWIFLEKVTLVAT*ATCTAHT*TAHTGTCI
Q*LLNTQNRA*IQIAQTLTDAICMHVLLACTSSAGSCIAIYLSSSPHSSI*YYKINTCSTLQLYPVNVSLLGVTGKSKPS
IL                                                                              
>Apar_comp21734_c0_seq1_fr5                                                     
LQAVLVFLLQPSKSWALLPVLWL*VLVLSVTATMLIKVKTLTGKEIEIDIEPTDKVERIKERVEEKEGIPPAQQRLIFGG
KQMNDDKTAQDYKVTGGSVLHLVLALRGGQ*HCMA*CVPWAWVRLWGMKGSYSNMQVGGHLQSSI**LPVVANIKKCVIY
HLVLPCSCGCGSVYDYLLLIYITTGLQYENPIDVCN*TET*LVIYMLAVHVSTKQRAGTTCTE*YRTHVTA*VPTNHLSI
LSRAVHMHVL*ILVGTTKITTG*CRYTHWHRQQ                                               
>Apar_comp23250_c0_seq1_fr5                                                     
PPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ*AAFVTQSLLLRLLWAISSMIGVAAYTITLCNI*SRPFV
VS*YCTCILET*PMQLLAATCMLVCVRKENKTVRVE*DLLSSVTFKH                                 
>Apar_comp23250_c0_seq2_fr5                                                     
PPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPPDQ
QRLIFAGKQL                                                                      
>Apar_comp23250_c0_seq3_fr5                                                     
PPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPP  
>Apar_comp23250_c0_seq4_fr5                                                     
PPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPP  
>Apar_comp44325_c0_seq1_fr5                                                     
ETQFTAKLANLTGPKPS*MVVVL*TL*LLTTKSANILNIGV**LHNRT*KQLTGLLPRTYIWTA*KQVWACSLFPSATMG
LTVHVKATDGKKITLDLENLAMKVSEFKELLHERLGIPAAEQRLILSGAILRDENTLSSYHMKDGAVIAMVRAVSQAQSQ
SQSNTASSPAPPPPTMGADELYGEGEDDDDMEMDDDNAHENIMQMLEAFQNPDEILERIAQEYPDMAATPQFQEVAAGLR
TGDPSYIQRLMDMLQEVVGEEPAHVFTEDELRSALSTVMTGLGIQPGPPQAAITAEMFSTYFVNAYNNMQVRYRDLQQYM
QDGPDDMDQDEDEEGDGGDTEMADHEERPKPAHTFVTADYLKECLRHAMERLEDE*RLQGIRVSGRA*IYVGF*CSSVSA
DVMCSYCM*PSNHSVD*PRCGILQDDSCMVSFISLGSSNHFSYLFAGVWLWGCVWELMNMEWA*EEVKIANCFLRCTMAS
EAFMLWRLSIRRVRWGPFF*CEET*WHSDTHTYISFSLFLTFPERLSVRLSTM*Y*SNVCR                   
>Apar_comp542086_c0_seq1_fr5                                                    
RKSDSVNLLKDMLSCEAWMETDMTLMFAERQLEDDKLLSYYGIGPESELVAIDSVRSSNSSDGW*WKSIILIAYLYLQFV
FAFQCHVK                                                                        
>Apar_comp7106_c0_seq1_fr6                                                      
SFVIQVLCADIHKYTVPVTYSRSHREKIIYTTLSYF*VLKGLNMASSRTPHGHNTQHAELNVDDPTIVREKALEDMGASV
ASVNQPGIPHTHAHAHIPTSTTTTTIPTSPRMKPLTTTTSSLTLPPTATKSTRHRRYIFVTVRSPLGAEYELRMRETDTL
DRIKARIFARCDIPVTHQQLIFNGAELKDPFTTAKNFGIRMGSVITLMTRLQSGPLRMQADGLQENEDVLLDTVTSQLTE
AQMTELFNKGQPVSLVAKVGGKYVLVKLRPQGDATRDSLESPHSQNRTLGAPVQETEDDWELKEQRAKENDRTKSKLDEI
RARMAAKKSKITGPRAVKGPSVLDVLSNDFTAHRVRRRTSVDVLSEHRGSCGVCSASLGLVCRPCGCGKVLCPEHVEGQA
HQCPFSNGV*ACKIYTNGD*LLRMYTTSLPVAS*ILL*VL*RF*SVNTNVWVLVA*LI*LSGLVISLSLAVCWKMFRKSY
P*YMLYFTPFFTTGSNVTKNQIHEQVP*YL*PAQHVPGSLAASQAPRAQVS                             
>Apar_comp11948_c0_seq1_fr6                                                     
ERLGVEKGVFAGTTTLLCHCFCELKVCVE*FRAGEIKVPSL*LGRLITFT*IVVVT*RWWSILLPTLFLWVRCREKKSQR



EKMANQVDRDSLLIELQQASALDFDMCLDILDACNYDREKAYESASMLAGHEVLPPERRNRRQAADYDWEEEENSMEVDD
EDERAPIPIHPTVYEPLGSPPDEFHDAREHWGAIPREGSPNTENVDNDNELLLTVIWEDMEFPLTMRPSDTIGQVKEKLA
DQTGIDVRQMNIYANTIQNPHNKTLLSNLNLPRESRAMLVVDPDVPPAPPARPANQQRRSPARVASESDGSDAEYILDEF
RNNPWQAPPPPQQQFPPAFMPPVFQPQHPGFRPQRPPRQSQPAAPARNTRPSMMPADEDASVSVAIFNDNFAGRYAPGKE
TIAFFPGTLHEAAADARRNCKLLFVYIHDDAAIESNVFCKNVLCSKEVVDIVKAQYKAWAWDVSLPRNRRRLQEMAGQTP
EYYPLTMGRRNPAPILAVYAVRNTGIRLVDLKEFMYKEDFVNWLLTIENREGPDLMAHQAEEQMNEVQRLQRTQELDEQD
RAYRESLEADREKERIKREEERRRQEEEEIKLAEEASAREAEEEEERRRIREEEEAKRLQEELSRKVLAEPPEDCSEPIS
TLRFRCPDKVVDRRFLTDTATIQDVLTYCGSIGYPEDKYRLVLSFPRQVLGGPQLQKGMTLKEAKLTKSVAVNIEPV*LL
GSFTLLLKVSVMCVCYTRLFLVLLVLMPVWCLVACSGIPSQIF*KVIGVFLTLVSVFLHSLKPVRLYLAG*DVRP     
>Apar_comp12604_c0_seq1_fr6                                                     
FIYGCWTRGQVFFLFVTTEHPLFQLAKMKLKVKTLTQKEFEIEVEPDEKVLSVKEKIRDHEGFEVSGQRLIYAGKILIDS
SKLSDHQIKDGDAVVVMATKVAAKKEAPKETPAPAQTPAAAVPATTPAAATSAAAPAPVVADVSETLVKQLTDMGFPRAD
ALVALRAAYMNPDRAVEYLMNGIPEDLRQMATTPAQTQQQEGETKPAPAQPAENALLFLVGQPQFLQMRALVQANPQTLQ
PLLEELGRANPDLLRLINENQEAFLDIINDTGMPNMPGAPAGPGGPAGGGGATIQVTQAEKEAIERLCALGFDRQMVLEA
YLACDRNEEMAANYLMDNANWN*VLSF*L*MGTTW*MKYE*SPQGF*                                 
>Apar_comp13052_c0_seq1_fr6                                                     
TPGVLGPGGLTVKQTVKGAVDQVRSTSYAVPPLLCLTPIWLSSTTIILPTHSQPPFSRILSPIGSRTPNMATGGPRQTFS
GDHVKIKDLHGNEYPLPFSENTTVRDIKQSLLSMEAFSHLTIGEVRIICQGRVLKDASSLLACGVKGGHVLHVVEKRQNA
AGSNARPRPSQTIPPATALANDVLASMGFGSDSNHTANMGVTEPGTCHTSLTYSESVGWQWGTQHPTGTHPPLSTSEDTY
TTMEGCLRRLEAMNRHTYGGGAEGGRGEANVQYAHRLPGLVGPPAPA                                 
>Apar_comp14037_c0_seq1_fr6                                                     
IQDKEAIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDAVKAKIQD 
>Apar_comp17580_c0_seq1_fr6                                                     
VCQNEKL*RRDVGSNLD*LARTQFRKRSILLGCFFHGSSKRRCKL*LR*DRQGERAKSGL*PV*SF*SSSALE*AAYKQL
KEKERIR*RSPLKGRPKESMAEFEIIVRRLAHAELRVTVAPETTVKQLKEKLETETQVPLIRQRLIYQGRVLKDDQAMGG
VGLAEGFVLHMVERMAPGTAQQAVQDNQQRQQEGAQPQAGPPPGAGPDPGRRRGRYTVVPMASYIEISNPGGAGGPSPAQ
IQGLVGNLIGSLGLGGGMPIAADIQTVGSGGQSTSMRMHFDGNQWIMEPPPGGSVSQQAPAETQSAQQQQPQAQ      
>Apar_comp17837_c1_seq1_fr6                                                     
RCFLASFFLSTSHFFVW*SILSP*QTLKMTHNHSEAGSTDVGKPTNMAHTETSEQASQTPTTATPPCTPAREFNAEDTAI
PLSPTDITPPPFPPSSSSTSSKTAHTAQHAGEVSGPHHGCAACSRKRQKPASLRFTVQTVMGTVYAVKCRETDTFSYLTF
KLYAKTGLRPDRQRLVLDEREMYCEEEWTLKECGIHNGCVITLTPYMAGGFFTPLPGTYQEPGK                
>Apar_comp18271_c1_seq1_fr6                                                     
TEK*AAICYKRHTTIEKMSQLHLYVKTLMGQREEVVVSCDATVDMLKAQLQTIFRLPPTQQKLLLGDKELSHGLLTASRV
CDGSTLTLVPAVASGSPHSHDHQIQLLEAERKHVESQRAALEREKERLDREWQSLRAENRLAIALHTCMCVYSCKAAGMQ
VLGY*VAVGCREEFERERRYIEILREHNRDPIQLIVGGKCMATTRHTLCTHPGSVLEQMFREGGTAVRQPDGSYHIDANP
AIFQDHILGYLRNVGHYLGLGPGLLHAQVAEEFRRWGLPEPPINPNWPQHDAIPESYRESGSPTTTAPQPTTAAAEPPAN
RNDSDVVRLSVWGAKKQKRTGGDFVPSRECNRESGGLESVGGDTVDRKNVRDDVGVSVGGEREKTKEDEGKGEGTKRSVA
EGDSVRLSVWGKRSQ*LLH*ILNFSRL*YVLLKSYCLHRIHIRCMRSF                                
>Apar_comp19547_c0_seq1_fr6                                                     
LPFCVPFQLPLSCVCCAKASMQATDYQRLLQQFPVVRDYDFQSRNHIRPVRHQQIHSHQVTAPVEVIVPQVAPATPATVV
PSSEDDTDTMHVIIKSLKGQEYTLKVRPQDRVSHLKELVQAESAVPVDRQRLILKGKALNDDDSIQQSGITDGTKIHLTL
RAAPKSSSGPSAPTTTDTSPTLPPPPQHVTPPPASVLPSATVAVAPQEVGQVQAAGAAVHVTEAAVARVPEAPMSVPDRF
WESLHGHLCKYLAPTVASSVVGDLRQEFCPPQP*AAQLGRKVFNCLGGYEHGCVRHNGNATGLIQQSGALFVVESGGSCL
IFALSIGGVSGLGILLNVKRHNRYLDTV**SSWCVQDFSVNGWARRADRNHGINPT*VG*RF*ELLTRVTTLN*LLLFCA
FNFRFEVSNYDRLVIAVEVHVIEWGPKC*NLCKVVYYALKFTI*RSRLFLFVALVCT*YFINKKKKKPDYWDLVTMQGLC
R*VKKKENR*APGFAIMNKSWLPFNSKKKKKK                                                
>Apar_comp20546_c1_seq3_fr6                                                     
GGGRVSKSSHRPGSVPFWPRFPDKPPERTAAMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQ
LEDGRTLSDYNIQKESTLHLVLRLRGGIIEPSLKILASKYNCEKMICRKCYARLPPRATNCRKKKCGHTNALRPKKKLK*
TLVSLRVYANKRPLDNTLPCVWALRKK                                                     
>Apar_comp20546_c1_seq4_fr6                                                     
GGGRVSKSSHRPGSVPFWPRFPDKPPERTAAMQIFVKTLTGKTITLDVEPSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQ
LEDGRTLSDYNIQKESTLHLVLRLRGGGKKRKKKNYTTPKKIKHKHKKVKLAVLKFYKVDTNGKISRLRRECPAETCGAG
VFMANHFDRQYCGKCDLTFAFQK                                                         
>Apar_comp20848_c1_seq1_fr6                                                     
KP*YPFEI*APAHVVEHVHADNAALAHDISEYNEKKERMKAEMGVRRSDVADVYNVLPAAESDEQYEWVDTDGLRNWLAK
GSSADPINNMKLLCTHGNLDPHAVNMVKRVSVTGAQGVINMCREAEGNVRLTNESLCRTCVENTHTRQQAAEILMADQEL
VKDCLEAAGPGHKEGYWVGKESLRQWLKKPQVNPSKGGAPSAGKQAGEVAAAAEAAEAKGEDTDSVDTQKQGVLNSEILC
PHDGLAPGTGISQIVPQQVWEILKKHHPDAVEIPAHTNICQECSSEDKDKTVRTKALRKRAKEEKTRFARLLKAQQTEFT
QFKNDIVNLYIIPMDFVASLKRFIKSPDLGPPCPLDLSYLLCPHGNLLYNVAEINNPNVLDNTYLVTEDEWASLREYRDE
KTREISTVWTNRGEFITSSIAPCREGCVEARQKELEDVQLVYENATIYVKVIKNDGKQQDKQQNGVVEKENEKVEKMDVD
GSPPESKEPAEHEENGTTTAEEYVPRKSGRKRVPAQPLVDEGTRSHPKRVRDSTRKSVVVSSNTTVKELKIKLYSVLNAS



PVDQHLSFEGRPLEHDQTMAAARIFPGSVLEVRVDVANITEDDIIAASIAAARSEERGFSGTGLLGGR**PNVQQDSLPP
QLLSVCLCSQTKTNTLFRAVDRYLP                                                       
>Apar_comp23558_c0_seq1_fr6                                                     
GGEEEEEEQAEGEPVEEMEPERDQDMEVEEVDMDVDMDVESPTPVQEQQFAEPVSAPEPSQVIVKDYDPKKAKKASGQQK
YQVCPLCKQSILVGEIQEHIRIELLDPRWREQRERAERDRAAGGEAYVGGPAMEEALKMMAPHRTDIFGDDTAKPGAKGT
EETKKVTWDGYSSSISVTSKLAMQAVTPQEKLAALQAAHGLAPSPADKIGPQVPQLRPGGITLTGAPLQPAPQVLGALAR
PPALGLMRPPMLPGMPFPGAPGMPFGAPMMHMPGMPQGMPPPAAPPSVPAPADDDDDDDEPSAKRIRLEHQLIDQTRWAA
MHPGPVALTVQVPVMADKTEWRLQGQTLPTSLPPMARVADLKAFIAAHTGLPPAKQKLQIGPHFVKDTETLAFYNIPSGS
LVQLTLKLRGGR*QPT*CMHGA*GGRRPAKRQPA                                              
>Apar_comp23955_c0_seq1_fr6                                                     
LL*KLEEKDLYRYQFSVE*ERDKFFATI*HNFLTLSSSLSTD*SLQSLHGRF*GETNGFFFFQVFVEISTGNAEMAEGEG
ESKKICLHVKSAAGKKLEVHVEPTATVRQVKEQLEAISDIPADQQRLIYAGKILLDTATVDSYEIKDGHTVHVVKGASNQ
AQQQAAQASAGRPPAAAAPAPAPAPTVPPA                                                  
>Contig703_Corallo_2_fr1                                                        
I*EWVTLRLCDLCPNTLSI*NSCLGRNRTKTKMLIKVKTLTGKEVGRGMLTNWVHGNGVY*QAGCILIVFV**QIEIDIE
PTDKIERIKERVEEKEGIPPAQQRLIFSGRAMNDEKTAEDYKISGGTVLHLVLALRGGN*EGPFHHKL*IDLYTFGAKK 
>Contig704_Corallo_2_fr1                                                        
I*EWVTLRLCDLCPNTLSI*NSCLGRNRTKTKMLIKVKTLTGKEIEIDIEPTDKIERIKERVEEKEGIPPAQQRLIFSGR
AMNDEKTAEDYKISGGTVLHLVLALRGGN*EGPFHHKL*IDLYTFGAKK                               
>Contig1526_Corallo_2_fr1                                                       
EEDHDEMVSL*RCGTTLNMPQTYKFKDLKQQTFEVSVDSDGLTVADLKKKIEEVKGFEVERQKLLHAGKVLKDELPLSEY
KIEDGAEFIIMLARGKAKKSSAEESSGSAKAESVEALKPAEEKATSAAEPPKSAGASAGAAAAADAAPAPAQASSGGMFE
NFEQHIESLIAMGFPREQCIRALQAAFGNPDRAVDYLMNGIPEEMMVEEGGAEDSAPTAPRGDAQAAAATAGGETMETDT
QPAAPDTAEATGGASGTEGAAQHSGALSFLRGSPQIMQLRAIIQQSPEHLEDLMLNLGQVNPDLLLLINQNQEEFLDILN
NPGRGMPQRRAIQVTPEEMAAIQRLEALGFDRARAAEAYLICDKNEELAANYLFDTMNDDQDDQ*TWDMTSSTWASQRSV
CSAKADRKHDLKQT*QGNLLSRF*SVSLCIVVMSR*TKIITWRLCSYLTCVLWLPESSVVLETRSTVNMSITRFLGDTRS
DNGKGITTPHGILLTLDNVCVGLFEIRLRCILGLFDGVVNLSLDRLVNLLKFLCSSQIVLQETFLRLIDRVHSFTHLLDL
VAGTVRGARVAHGMATVAVSLNFEDERTALVNTSILLGPTNTFTDSQNIHTIDLQTGDVVTALVVVNGGGGPLDGGSHTV
LVVLTEEDAGQVPQLRHIEGLKDLSLVGSTVAVHGNADLVGLAVIVGKGNSSSEGHLSTNDTVPSVKFVGVHMHTATLTE
TDTSSAPS*FGEDAFYGSTAHQCETMRSVRCNDRVLLVNGRLHTNANSLLATVQVAETANKLGLVKITSCSFHTTNPHHL
LVVLQQLVTGCVGLLLRTVTFWQQMSFERHHKFKFDRGSVVSVRAMVLLGGITSHSHNLGTGLPILPRQSRAKDSPRQHC
CNLWLQIPLDKPFCL                                                                 
>Contig2855_Corallo_2_fr1                                                       
VKTAKAVLEGGSHYSWYTSSRLFRIARVMGEWGPAGARVSRHCWL*SQSGLVFVGQK*LEQRSAES*KCTEKTKQSSCLY
SL*MPDVK*GVGTQSWNRKTM*GTVDSPY*SCTMVATLRVKQLSGQEIILNDVDVDDKVSKVKERLARPDLANIGVDRQR
LIFRGKVLKNNETLSSYGIEDGFVVHLVSRSPSIVAASPAEQIEGEEYADDQHHVTEPANLQPQRVNFRLDISTGNAAFD
TRTTAATVAYSQTTADADDSTIGSITGGAPMQAPNSPGGRVATPGRQQRGPGPRTGSGAMGQNRSGGSGGLGGTSSSPAP
GTGSAPLRQQNDRDYQDVRMQRRVASRLRQARNLLSAARAVHARRPDPPEFTLSQSVGNLHGGDASETGSAGLSIGGGPV
EPDISSIYGNVATADSDSLATPVSVDTLVESRLAQRNMNNLGRTLVQLSTLFREAASVMAEVGEFLHSEERILRNDQQRL
RGQQRIAYLQELMARLAVIQQLLAAPLAGINIDGTDPGDAFIRMAQYSRRRGVPGAAGNVGDGLTLPEDTDNPPGRDHRE
RNGSERYNAANNAQINISIDGVELNDPASLPFWLLGGMANQGRGNPAAAGTRLFNEVFRNVTGSGARRATTSSRGANNTR
GNNGRQSVRSARASVPTNVRGQHSRGDHVLDGGHQQTSRDQDYLHFDSLSTSGILDRTVEENEEVVPQQNGLHYLDAQSA
TSEPMPHVETGFGRTNAADVRFQRGDVHADVRSMEDHLQIESAHTNLLGEADSISMVANAESMAGGSLRGGMDEDDGDED
EEGVVDGHVAVDGQEGVEGATDDGLQEISVQEAPGEALALAGVAPQVSTQLLQAIVVGILQSMRSVRAAEELRSPAQEFG
GFDSLNVVLQAEEASQSTLGQIVDALRYASDTGHLVPEGDGRIGDYDGTVMHESLLDSLLQRLGDSLSVADFVALASGNE
KALDFLFAPLTSFVLEEVGADISDADLKSASMRIVDAILVTSATAIERVTAQTLSNGTQHQTSRTLQEALRSNLQYNAAL
LLYHINVNERVSFARRIKEVVKRTVGEQVEIMLQTVGDTHTLRQSFHRHLLALLPGNMDQNPFVEEDIAFIADSLFTCIA
ETHRAYIADRSQHDRDVLQAMLNGNSLWPFDEISCGRLHDESSGAGHGTEPDILTLRLAPGSVLNQVHQAYHPWHRLVPE
TERDFWIHTIAHDQQRLESMTSPPAPLSRAYRTGQVAGAERTETVNEGLRLQTPLVFLREECPPGMVTSELLSAVREPAA
QEQWRRSLRDAIAVRVSHDRTGYDPETYPAIAEFLNS*PEI*EKMTSDKLRSCVYSVPWKLYYSTVFVVEYRRTKQQS**
ISALPSRGTTDKSSRLLLL*LGHGLRDLLKRNLQLLDLSCLLLLLFLIVLDTLLIRGNLATNVIHTLLNIGARLFRVLLH
QNRSDRLVHNAVLIDILKFLQNMLVLCQL*FQTSPGGSQLAHLFLNGAVLFHFSLIVALKLGDELWNLRLCHL*IVSL*A
KTLGVSMVQRKLTNCKHIPRGNMRYSFPPGHLTNNSMAAAISTTFQNFTGYPKHCRSERNKRHRA               
>Contig4535_Corallo_2_fr1                                                       
SE*NQK*GLLWEFAECTN*LVSGDYVGQHVTCSTKMTLIYPPPNIRAAVDKTAEFVARNGPQFEEKIRSTDVTGKKFRFL
DAEDPYHDYYQHMIHEFRTGRGKPNRQDSDGKGPQETKTNIQEDEVSIQKSRITHIPVGNGDFQLELGNLGELDWEVVKL
LAQFTAAHGDNFVERLRETEKGASSSLAFAFEDGGPSSSGAHTLFRQVTEHYRQIMNNDPRILDFLSLPRKDRRRHMVEY
IRNRAQVLYEQRQNAKEEKAAASRSDRNEPDVPALGDGTIDWNDYEIVATIAFDDTDDVDLLPPYNSVGDLPPVTLVAIK
DREVLPGTIHFSATALQDVPEGAEIKPDDRGTRIVADYDPKTAKESSLKDTKTLVRCPNCGHAVAKSELEEHLRIELLDP
RWAEQQARAKANREVGGDVLASGDHIAENLRNLASRKRDVMDAGDSEPTVPPKPAVVLWDGRKGTARQAKEMARQIAKRK
HQEEETTPMWPQRDGSEDKRQKTTLEAAKNETSGQMIAKGLTPEAHWLELHPGPFVVSLVMPNLSEDDKRGWQCKGQTIK
STFAGTDTFAKVKDVIFAETHMPHTKQKIQVNGVFTKDAQSLAAVNVKEDTVMSVTVKERGGRKK*WYAGPDCNTS*YIK



IAVTYFFLPVTSTWGASVAGLAARAARLLPFSLLALSALRRGGPQEREGFLAPGR*QETGDWNGLKKMPKFRTGISISGL
ET*RRLNGSCERFY*GGIRGCCTIRKAGEPDKSGQRLSAQW*YRRCVPSDTTYSTKFLAIIIIYSVAGTLPTAGDAGGGV
APGA*SKSSCLRPGRKTSTRLQVTGHKSSWSPYSCWWDVKTPLVWTTSSMFFMDSGTASCSISLRSILMNFSRMSRMAIH
TLLNDGSKDNGCMRWRKVLHSKAVARTLVSSAPMRSSPSRSGFIILFIIGKRISMKHCSHCLGSKSISCMRRERCM*VRA
WSRSSL*LEVHPPAKYLKLMLQYSSHALDRSW*RDRSSSWAAPFPSVFSSSWGMRACKMYKICIALALTSCA*SASAGLS
TFLDCKSRCCIC*LRISSRSVGCTK*PTACKQPIITVSERTTARPSLTIRCKQSMPMGRARSSAATCSIRVKITLHNSSL
SMSPPSLDINCVNPAAM*GAALCHTSGFKFASMRREDTRYRLISDLCANRFARRTTPVMARSFKRIPGGNSLESCPCTLA
GNGALIIRSK*S*MLCAMIAMRSRLSKATMTSTSRLKIARSSLSMGDGLGTSVGPGCIPLRTSPSSAAGSGVVASLGDLT
SAGLPVELLIKALMKKSRESSCRNRDSDNSSSTWPDPIHASVLAMASRSCSVS*SVSFSLAMRRYDNVESRPDSRCLSLG
FSRFLMLTLPSVAR*SGTTNRDSGSKFCSYRNRIACSTFFHASRMVSP*SRVRDIRVLVAT*ALN*CPNQIENLRPSGDS
FR*ANLQREMIILSNTSYMA**PETIALSLSPSNALSAMA*SGACSKTYEIAAIAAPHMLKKMSWS*ILEWTRLYIPSSP
SDLCSMTSQM*ASLSSPSCSSCILISFSLIALYISLSRASGKFSFSFWPRLLRMKSSALIRFFSMGLC*SVFSIMIENAR
T*VASRDLMTVVALFWLKYRSAKASIIRSII*ASPGKRKASRNARTASSNRRPSKWKLSQKTLSRSVRWRSPMYSPILAL
FKRGLVLKNSTHSASGRGLDKIPLSCKNLMPFFAEYSNCSAPVFKTFFRRLMCFRSSKDGNSSVLLSLTTP*IVSRFSSA
EVHWALICSMIANKASNARVLKFVSTPPPGYAILDKNLTKVSNRSAQLILQS*FRYSSAIRYRMRQRLAIISSAVSLNSC
WRSTLAIRSMRISSMLSICSFSSRR*LQNKICPKRRANVKVWSRPAFFRMVTMYRER*TWISRIR*ARSAIAFALASKIV
ISRRRPMLIIASLL*ESRMLVIETMNLKISATHGIPYGIFSSRPFSSTNKECIVIELVSGLMVSWIICSLSLSDNSLWPS
ECVSNASDTALSLSGVPTADSSTVPSGTGVPGAGSP*ACSAVSVDGWATSADRISISPEGVGVSASKLFSGCCSTGVGSM
WESDALMSSIISFSSVSWPCNMDSFALAIRIAFSAVPIPRSPMSLSCK*GRRLNKWNTMSVTTCSALSLSSSDSLVWKQI
RKHVCISSHTAMSVRKLPLWLSSRFLNTLRIFNNTTSSLLTSVA*NLVCVTPSAMSCTASATSATLISGRSSSP*EINLS
MDPNAQPVLGPAVNSDRITSTKGCKTAIRPMSCTLPTTASSWRKWDRSFK*TNDSVRSGVGHLLWRRTYAATRLASPTMT
CGVQLTKASASRSPNSDCWYLNSIVPFCWRLRYHFCRYPPQRLKQDSTLAHGLFCFVLEPCWRM                
>Contig5390_Corallo_2_fr1                                                       
ESLRNMHRPVQVLQ*QLY*MLEVFANDRLGTSVRVLCNDDDTVGDLKLMIGELVGTSPAKIVLKKSDQIYKDHITLADYE
VQSGMMFEMYYM*IVRFLLKN*DRT*RT*MTSVCNVKEREELTMQ*CQLDVPT*IRFDSILMFIDLVQ            
>Contig280_Corallo_2_fr2                                                        
IPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKRKKKNYTTPKKIKHKKKNVKLSVLKFYKVDENGKVT
RLRRECQSEQCGAGTFMANHFDRQYCGKCHLTYVFQNE*VLNRFDLTILGFRSTRIKGLGERRLDNVRMRFI*YNMLSHG
LNSSVLRPLDVMLA*SLKLFLKL*TLTVAQDTRPHMFFHLHINMLFFQT*RVFPRIPMDSVAYQSHK*FSNLTT      
>Contig318_Corallo_2_fr2                                                        
A*SSSG**KSINMQIFVKTLTGKTITLEVEPSDTIDNVKAKIQDKE                                  
>Contig1976_Corallo_2_fr2                                                       
LFRIA*LT*QLLRVCTL*RQCVRN*QDTNMSEISVTIQYAAKQKKFPVTFDPEVSVRDLKEKLAGESDIPADQQRLIYSG
QILKDEKKVSEYGVKDGHSIHLLPTAMKKATPSSAQGSTAAPRPTPTPTSQSQSQSQNNANTNTNPLSGMGGMGGMGMPG
MQEMMNNPEMMQQMMNSPIMQQMMDNPELMRAMIESNPMMQEMMNRNPEMRHVMSDPAFLRQTLQMMRNPSHMREVVRNN
DRALQNVEAMPGGMNYLTSMYRNVQEPMMNAMDQDESNNNSTSDSNTNSQARSGPVPNPWAPNNTSNQSSTGGNTAASNP
FAAFAGVNGTSTENSANESSTTGDSTTGGAGATGAMPGSVPGLASMLEDPMFRQSLEQITSNPEMMRGMSDMMRQNPYLA
SNPQLQEMMSDPERLQRMLNPENMRAMMQMQQAMAQLQSSGLFPGFGAGGEGAGAGGMSPEMMMNMMGGMGGLGGLGGAG
ATANQNDDRPPEERYASQLRQLEEMGFTNQHDNIRALNVTNGNVSAAIERLLGGDI*GSSKRHSVFSIMYFDKRTPISIV
KHTEHICT*IKLFVFCPRSSSHAV                                                        
>Contig2565_Corallo_2_fr2                                                       
EEAVTS*TLPFVDAVCTVT*NRSRKHPKAIMTVVKVNIKWAKQKFEGIELNTESEPLEFKYQLYSLTGVPPERQKIMVKG
GILKDDGDWSKIGPKEGQTFMMMGTAGEVMTEVPTGTARPKFDEDLAENQADAMMRDTPAGMVNLGNTCYMNSTVQVLHN
VPELRDILKQTDARIPSSTPAGKAMTDGLADVFRQLDGKADVQPIMFWTILKQAVPQFAETQQGMPMQQDAQECWSAFLT
FMNQTVRAEKGASDSFIQRNFEGNMKQVLKCVESEGEEQTSVEKFSMLPCHISKEISFMQGGLKERMTEHITKRSEKLDR
DAEWEKTSEITRLPKFLTVNFVRFAWKSGANVRAKVLKNVKFPLSYDAHELCSPELKEQLKAGRDFIEKANGPKDDKDDA
MDLVLPENTDPGSNQSGMYDLIGVVTHQGRTADSGHYVAWCKQGPNKWAKFDDDKVSFVNDEEILKLSGGGDWHTAYILL
YAEKDLALIGKEDEKKK*YSGKQRFFLIFRSMGLPAPW*TQNSINMMLPSLFVC*LR*RSSGIRNICSLAVEAQGTTTPG
VDPLARRYRS*VPRPLPATPLVFCESFPPALLQ*EDHQLPPEDQTHPLALGRAHWP*SP*TWEQMSSSAEVHSQSRP*CC
QTWLPPLRSSAVQSAMPTLVRLRAHCHCP*VCRLAWRYPLALSRRN*FRAPWRRGCSRL*NRHYPKCQWPVVRTFVPSLS
RKWCQLVHPCDIGAKRGRCTLQGFWIRPMSCAAVGGSRNPVPLQNHQTSNYCHRQTTVLGR*YHC*GRLAVYDPRESTLQ
SQSPPRHCHRTRHPAAIYPCQRLCCSLPSERWSLLCLSS*SGIVGRPWQLNRRRQYLSPRQLRAK*RL*AARQLRS*VPS
PPV*DPRSKYARLRNN*LDTVKSSTSKDS*RAAHGRTVEDMRVSWIQGSIVQQVRPRYPMQVALLPHGLSSYM*NKHQE*
QTCILTGLVCLQRTPEERCCG*NPRGSQT*LRIRLLHSSRIHCSPLLTSNQAGLRKQDPSVS*RAERKAGTFLLKATNKA
CEDRQSKRLEIHSMKA                                                                
>Contig8407_Corallo_2_fr2                                                       
IFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAKKRKK
KSYTTPKKNKHKRKKVKLAVLKYYKVDENGKISRLRRECPSDECGAGVFMGSHFDRHYCGKCCLTYCFNKPEDK*LCMR*
*K                                                                              
>Contig8475_Corallo_2_fr2                                                       
KTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIT
LEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIT    



>Contig3978_Corallo_2_fr3                                                       
LNYTIRQIFIKCIMVKINIKAPSVGNKSIVVEDVELSSTVRELKERIQPELNVAPESQRLIFLGQVLKDEQTLESCGVQD
GANLHMVKSGGASRQGQASSGARQTGGAAASGGGAAGTGAGAEMMGDIGEGRGQSMRDILLALSDPQMREQILAMNPALR
PWVDDPQFQEQVQHLLANPGAEQALAQAMGEGGFGDDTPAEPIVNREQLSGALSNVIRRLGLEDRAAQGVDGINMANIPP
GAASGMMGAPAGAEAVAEAGDTPSAAREAPAEQVNYEERFASELDMMSSMGFTDRALNIRALIATSGDVNAAVELVLSGA
FN*IHASWIVAD*IVVQWIILACTKFNTLDVQV*NSIEIDIRHK*NIIQIPGYFSIIGLPWTRFLLKAYKWIWNHSFGP*
KHHVFK*KCTP                                                                     
>Contig4019_Corallo_2_fr3                                                       
TIALEYI*TMRINFQTPDGDFYSIDVMPEMDIASVKAVLEADCGIPVDQQVLSFKNKILNNGAATLQSEGVGHEDMLLLQ
KKIPQQAQPPAGAQRSNRALPFNIDWGSLGAQSRPQVDPRDQQLRQLYDSIRSVPAERERMRQGNPAMVEAAEKGDFQAF
KGIILQWENARMEHERKKAEMMRRAQANPMDVEAQKFLEDETRRRNVQERLEHAMEHTPEQFGHITMLYINCKVNDHPIK
AFVDSGAQMSIMSKATAERCGILAWLDDRFATMAVGVGSAKVLGKIFMVKMQVEGDFQTIALSIMEDQNIDMILGLDMLR
GLHCSINLEKNVLRFGATGTETPFLAEHELPEHAKQQLRGKAPDESAKSPAQDASSSTTSAPSAAASAPKEPPANPEHVE
TLVSMGYDRTLAQRALSATNNSIDQAVEWILAHDS*TKP*INTKFVPLKK*NLPHPQ                       
>Contig7898_Corallo_2_fr3                                                       
FKGRLVALGTIVKKMK*M*KRNPPSPLRSHSNRITKHLYLWAAREGHLPIPRVCNLTMEITLQTIAGDSFQLRLSPYDTI
EYLKLRIEMERGIASNCVRLVYGEKELNQDELTLRECKIEDGSSIRLLVSVRGGPINVRRVVLPSLSQYRLLLQQQQLQD
DLSA                                                                            
>Contig8476_Corallo_2_fr3                                                       
EVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIT     
>Contig1140_Corallo_2_fr4                                                       
KQGQSYLNRYSNNISWKSWHSRVHGIVSFDLHRAISKLVSTMQIFVKTLTGKTITLEVEPSDTIDNVKAKIQDKEGIPPD
QQRLIFA                                                                         
>Contig40_Corallo_2_fr5                                                         
GRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLE     
>Contig1877_Corallo_2_fr5                                                       
AHLRFFCSIGAVTKTGVCNEFPIRSRAAHH*TPDPTPVLRDYLYFLPSISRDPSTLS*AAY*PSSEKCILERTIPPERIY
QRYDVTQTLLLSIGLLRSFIFLMTGKRCSTFGKML*AEVTSSIRLSFV**RPKHPTCA*DEQGLAVLTQGYVKSG**RKN
LSILR*WDETDALRGPFNKA*NPLQLTAGCTIWASVNIAYDTPMSLPRPHCDISMLGHCLESSCNVNVLKDTSVSRSPCP
GMLKSAN*SRLCRKWPFHSQVVLGLLSIIPYHLTSKKFFCCSFIIILLHDIVIQRLILFQIERIGIGMFG**NALQVHLG
CGKIFHISLYCLSHSNFLYSRHSSE*PGRDDGTQARRLHGYV*RTVIMLTCYNTE*RKTLRQHGSGCSVVLSNGFCVLE*
VMGVHM*PSL*KCPTMPDNLMNYPFPVP*SLITSE*AVMSLPANPQRIVSAVRVTYRALHAYGMFG*SHHTESSFAIWTH
T*PSMQFGTLPNDKGLLPLIERSYFHLHSLLQ*FIEMVESGLLYSTSKLRTRQQPSKGTQWSS*FSNDVY*GIRHFRVCA
EQAFRRI*GCRLDWLSEKQGPSWLFCA*IYDSTELSATIHP*VPTQLQKDHFVCYERVM*GTRLQTTKT*DY*IMTSEYV
RVKREKQTIFLDFVPSENVYRLKKKLEQIIGVPPENMQLLNAPGGKNMEDMKSVADCGLQNDQVVPLLLKKDDGSWEEEN
ITPVSKPMSKDALAMKTDEDQGEVA*ASHM*MGIRCNKNDRISNNVNMI*AVTESQVVSNKEPRCHRCRYHLHLRRRHQH
RLR*QHRPLRCLRLRRQWHHHRGARHLRPRPRPQLRPQIRFQLLQATAGR*WHSHGSSWTFPCLRFVCSSY*PSTRCVLQ
*EFLHRTLCEESDSLFPVGQGAPCRGVP*GLTGCAQP*HYGE*TDE*GPYYPSIPG*NFQRSRFLPVPEGRGQKHQGAWP
RQQYLSRTCPYSSQSLGRFPGAALGASQHHQSWSWTQPHH*HPSVAHEQLLH*HRRTIPHRPPPSSREPRHHQGGRSLHH
SLLLSHRHCPPPLPCLSWQQLWRPSGPPCLSCPSFLHLQEDS*Q*TGRDDAPYPPGS*HRKLCIS*KCYRFYRSSWWSQD
CYSYRIARTS**IHQ*ASAILPQASDRL*YTCCPLR*FWLLFPVHTQRTW*GTMEVFPNNEQHLQCSTERSWYHFHGLPT
SPSL*ASCI*RTGQRHPLQY**CPP**TIL*IRHFESV*NTQHESVKEFFLLAVSCFFPTFPIIYPCEENI         
>Contig11300_Corallo_2_fr5                                                      
RGLVANMQLFVRAQELHTLEVTGQETVAQIKDHVASLEGIAPEDQVVLLAGSPLEDEATLGQCGVEALTTLEVAG     
>Contig1876_Corallo_2_fr6                                                       
PIFVSSVQSGLSPRLAFAMNSQYVREQHTIRLLTPRLF*ETTYIFFPQSLGTPVL*VKQHTDHLPKSVSWNAPFPRKEYI
NDMM*LRHCSSA*DY*GLSSF**QESAVRRLEKCCRLK*HRLYAYLLSSDAPNIPHVPEMNKGLRCSPKAMSRAVDDERI
FRSLDDGTRRMLYVARLTRLKILCN*PQAVQYGPR*ILRMTHPCHYLGHTVTYPCLGTV*KAAVMSMC*RIHLFPGVHVR
VCLKVPTNLVCVESGRFIHKWC*VSSVSFHII*HLKNSFAVRSL*YSCMTLSSKGSFCFKLNALASECLGSRMLCRFISA
AARFSIFHCIASVIQIFYTVAIVASSLEETTGRRHDGFMDMSSVQLSCLLATTLNRGRLFDNMGLDVLSC*AMDSAY*NE
*WEYICSLVCESVQLCRTTS*TIHSPCLSR*SQVSRLSCHYQQIHSELYLQFE*PTEPCMHTGCSANRIIQKVRSRSGHI
HSLLCSLVRCRTIRVFFR**RDPTSTSIVCCNSSSKWWKVGCCTAQANCAHGNNPPRGPSGPVNLVTMYIRVSGIFECAR
SRLFVEFRGAVWTGCQKNKALHGSSVHRFTIRLSFQQRYIHEFPLSYKKIILFVMSG*CEAQDCRQRRHEIIES*R*VFF
LAMQVM*KDNSD*PLYEMNLEFWQSEYVRVKREKQTIFLDFVPSENVYRLKKKLEQIIGVPPENMQLLNAPGGKNMEDMK
SVADCGLQNDQVVPLLLKKDDGSWEEENITPVSKPMSKDALAMKTDEDQGEVA*ASHM*MGIRCNKNDRISNNVNMI*AV
TESQVVSNKEPRCHRCRYHLHLRRRHQHRLR*QHRPLRCLRLRRQWHHHRGARHLRPRPRPQLRPQIRFQLLQATAGR*W
HSHGSSWTFPCLRFVCSSY*PSTRCVLQ*EFLHRTLCEESDSLFPVGQGAPCRGVP*GLTGCAQP*HYGE*TDE*GPYYP
SIPG*NFQRSRFLPVPEGRGQKHQGAWPRQQYLSRTCPYSSQSLGRFPGAALGASQHHQSWSWTQPHH*HPSVAHEQLLH
*HRRTIPHRPPPSSREPRHHQGGRSLHHSLLLSHRHCPPPLPCLSWQQLWRPSGPPCLSCPSFLHLQEDS*Q*TGRDDAP
YPPGS*HRKLCIS*KCYRFYRSSWWSQDCYSYRIARTS**IHQ*ASAILPQASDRL*YTCCPLR*FWLLFPVHTQRTW*G
TMEVFPNNEQHLQCSTERSWYHFHGLPTSPSL*ASCI*RTGQRHPLQY**CPP**TIL*IRHFESV*NTQHESVKEFFLL
AVSCFFPTFPIIYPCEENI                                                             



>Contig3094_Corallo_2_fr6                                                       
GWYFKFRKWQAKP*VNWMV*LNRCADGRILATMQDDQFYQLLERFRKVRDKDWQDLSHIRAKAPVQEAPPALTEPKARST
TKPASSRRRGDPLNLIVKQIGGKKAEIHTLSNVPVSELMELIEQNLNVPVAYQRVLHKGKVLKTDGSLEEYGIQEGATLM
VQVRKDAEQVSAGASASAERKDVFWDHLRDSSAIDGAKFNEQQIKTLRETLQRRIAQMSLEELNQLCEYLNMQGASS*CT
RYYM*LDP**LSFTYIGVFIYSLTASATFAKEPQRMLQQ*ALRKLQS*IGDFVARARLPSSQDSRCELPLLSRSDHVLSE
PW*PHKPQHLLHHPQRTQVLPQTLLR*LAIVHGQVQ                                            
>Spom_NP_594398_1                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLKALASKYNCEKQICRKCYARLPPRATNCRKKKCGHTNQLRPKKKLK                                
>Spom_NP_594159_1                                                               
MTNISLTIKAANDQKYAVTVDSESSVLALKEAIAPVADIEKERQRLIYAGRVLKDEESLKTYKIQDGHSIHLVKTLGQNP
AAAATNVSDRTQQVPTNIQAGQGANNPLANLTSARYAGFNIPMPSASMFGPNPENPVPPSTEELANMLSNPMVQSSINEM
FSNPQMLDMIINSSPHLRNAPPYVRQMMQSPEFRRAMTDPDTMRQMAQLHQQMGAAGIDPMSLMGGGLGGAGLGGLGGAG
LGGFGGANNATAGIAGAAPVDQTAAANTIQNLLNNLGGAGFGAGLGDAGLGAGLGGAASPPAPAQDTRPPEERYAEQLSQ
LNEMGFVDFERNVQALRRSGGNVQGAIESLLSDL                                              
>Spom_NP_594117_1                                                               
MIPIAIRWQGKKYDLEIEPNETGSTLKHQLYSLTQVPPERQKVIVKGGQLKDDVLLGSVGIKPNATLLMMGTAGELPTAM
PIPAVESVEQEESEDDGYPSGLINLGNTCYMNSTVQMLRAIPELSDAVSQFNSSGGLVAEYRTLLNSMQSNAPVTPMRFL
QSLRMEYPQFAEMSRETGGYAQQDAEECWSFLLSVLQRSLSSEWVQKNMAGKLLSTMKCDENEVQEQPSISHDTFLSLPC
HISMHTSYMTQGILEGLTQKISKHSDVLNRDAMYSKISRISRLPNYLTVNFVRFYWKASIGKKAKILRKVKFPFELDAVE
FCTPELSQKLIPVRDKLREIEKNDEEHERAAKRIKIQPSEDEKEAEAECRLTQVATCQSLVDPELADDEGANPTGLYDLV
GVLSHAGASASSGHYQAWIRNSNNRAEWFRFNDAKVSIVPAEKIETLDGGGEADSAYILLYKAKDIA             
>Spom_NP_594108_1                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKTYTTPKKIKHKHKKVELAVLKYYKVEDDGSVKRLRRECPNCGASTFMANHKDRLYCGRCHLTLKLEN          
>Spom_NP_594058_1                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKTYTTPKKIKHKHKKVELAVLKYYKVEDDGSVKRLRRECPNCGASTFMANHKDRLYCGRCHLTLKLEA          
>Spom_NP_596760_1                                                               
MSEKTSTVTIHYGNQRFPVAVNLNETLSELIDDLLETTEISEKKVKLFYAGKRLKDKKASLSKLGLKNHSKILCIRPHKQ
QRGSKEKDTVEPAPKAEAENPVFSRISGEIKAIDQYVDKELSPMYDNYVNKPSNDPKQKNKQKLMISELLLQQLLKLDGV
DVLGSEKLRFERKQLVSKIQKMLDHVDQTSQEVAA                                             
>Spom_NP_596231_1                                                               
MNLTFKNLQQQKFVISDVSADTKISELKEKIQTQQNYEVERQKLIYSGRILADDKTVGEYNIKEQDFIVCMVSRPKTSTS
TPKSAASPAPNPPASVPEKKVEAPSSTVAESTSTTQTVAAAAPSNPDTTATSEAPIDANTLAVGAQRNVAVENMVEMGYE
RSEVERAMRAAFNNPDRAVEYLLTGIPEDILNRQREESAAALAAQQQQSEALAPTSTGQPANLFEQAALSENENQEQPSN
TVGDDPLGFLRSIPQFQQLRQIVQQNPQMLETILQQIGQGDPALAQAITQNPEAFLQLLAEGAEGESALPSGGIQIQITQ
EESESIDRLCQLGFDRNIVIQAYLACDKNEELAANYLFEHGHESEDEP                                
>Spom_NP_595955_1                                                               
MLIKVKTLTGKEIELDIDPNDKVSRIKERVEEKEGIPPSQQRLIYAGKQMADDKNAESYHLEGGSVLHLVLALRGGSC  
>Spom_NP_595800_1                                                               
MSEYRIRVTTVDQKVGIFQVPRTKTVLELKELIAVTFEAPADRLKLIHAGRVLRNETPLEEILHDATDLVTFHLVIAVFN
STSTTLPSATSSSVPQSRTSELSSTNSIPTPRITSLNPEELSRRERAQRLLQTYNSFHGSGLGGLFPNIHRELESHGFSL
PTHEQSSPVAESLDNSVSSALSPHLETLRRRNLSIHHQHIQAHEMAQESLETRNPGNISSSSAPLASDQSPTVSSNHIHA
SGNLALGSNSGLNPRSPNSFSSPLDNPALHTVDSTNVNGSLSPLSNSSSINQVHQNETHGSTISVPNPNLSQMGPSHSSS
VPSNLSPNPAQNENPSTTSIPSINNQPFPSGLSASNSNFASSSFIPQSVPQLLPIYYQTIFYNGNYYLQQLPSASPPTMF
RDHSFAPLVSPSIVSPYGVLENEETGECAFLFSPNASQPHFQPRAPTFGIPRNVRSLFTLPFFHTIRNIERHFRLFIRLA
LFCVLTTYNVSLSQTILLTSIMSVVFLLQTGALAPFINDNPLIQSGMRHIRNLQDEYRRRRNRTAQRVVEIPNETQTEDE
QDGTNTPDNRADAEERELTRSQRIYRTVVRTIVAFALSFVPRA                                     
>Spom_NP_595409_1                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGLF                  
>Spom_NP_595114_1                                                               
MSEVQIVKSFLEELSKTPRNHPDSIPIEKIDETAISITIPAPLVEFQGNLALFEEKKVHVVAKTVRPPIQQASTEINVQS
TILELKEVLASQLSTQPSSIRLMYKGKPLVNSRLLDDYVDADSVSEVNLQMFLMNIS                       
>Spom_NP_595099_1                                                               
MIEVLCNDRLGKKVRVKCMPDDTVGDFKKLVAAQTGTDPRRIVLKKWHSVFKDNITLADYEIHDGMSLEMYYS       
>Spom_NP_588321_1                                                               
MELKFSCRGNVIALSFNENDTVLDAKEKLGQEIDVSPSLIKLLYKGNLSDDSHLQDVVKNESKIMCLIRQDKDIVNQAIS



QLKVPDYSTNTYSLKPKKPHTTPKPASIYTFNELVVLDYPHKDRALRYLERLRDDTGIKKIMDSHRWTVPLLSEMDPAEH
TRHDSKTLGLNHNQGAHIELRLRTDRYDGFRDYKTVKSTLIHELTHNVHGEHDSSFWELFRQLTKEADAADLLGKPGSYV
SDRASYTPQQDNDDEDQKNHRRDLLLAAAERRKQSGSKVQKE                                      
>Tmel_XP_002842034                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKGKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKGKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKGKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGM               
>Tmel_XP_002840757                                                              
MSSADHPQLESRVMPKVAITNLHQLTTPQQTAKSTFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGK
QLEDGRTLSDYNIQKESTLHLVLRLRGGIIEPSLKALASKYNCEKMICRKCYARLPPRATNCRKKKCGHTNQLRPKKKLK
>Tmel_XP_002840727                                                              
MSFSTTADIPIRVTSDNAASERRVTPSWTISELKNKLEPVTGIPPPSQQLTLRVPHAPQPIPISSHDEEHTQIAAFPLQP
YVELHVADSRPLAARPNFVDTTSIEKYVMPEEEYDKLQDSVLAWKKRNKLGRFDPDKEEKDRMELRRQYDEVGARKIVVG
ARCRVGASDLDRRGTIRYVGEVNEIPNGGVWVGVETDEPTGRNDGSIQGKFYFKCEAKHGSFVRPDRIEVGDFPVIDDLD
GLEEI                                                                           
>Tmel_XP_002839703                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGSL              
>Tmel_XP_002839481                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKVYTTPKKIKHKRKKTKLAVLKYYKVDGDGKIERLRRECPTEGCGAGVFMAVMTNRQYCGKCHLTYVFDDA       
>Tmel_XP_002838743                                                              
MKLTFKDLKQQKFVIDAEPTDTISQVKEKINKEKGWDAAAQKLIYSGKILQDDKTVGDYKIEEKGFVVCMISNKPKAASS
SSAAGSSSASTPVKAPSTPAQSSVPPTPSAPAQAVTGSSTSTSAAVPETPTPAGAVGTTFNDPEDAIVNMMGMGFERSEI
ERAMRAAFFNPDRAVDYLLNGIPEHLTQERPAQSSTTRPAAQSAQSAARPAAATAPATGGSASGEGAEPENINLFEAAAA
AASQRGGAHSQGRSGGAASLGNLDFLRNNPQFQQLRQVVQQQPQMLEPILQQVGMGNPQLAATISSNPEAFLRLLSEDPA
DEDGGALPPGSNHISVTPEESDAIERLCRLGFDRDMVIQAYFACDKNEELAANFLFEQPDDDMDG               
>Tmel_XP_002838588                                                              
MSSSTAEGFNPSEADILLIKVMSPVFGFPRDLTFRMLATSTIRDVKDKITGSLDSRPPCDQQRLIYRGKMMQDESRLETV
LGLNSGLVRSDPKEAFTFHLMLRPPPNPAPTPAPATTPAIQSALPNASTFHSRPRPTTPIFGEQAPEESTAHAGLGELTR
PGLPRLGGLQRQLRQRQEYINSRPGPDQGSSSEVSAPGASSNDLAAGPEADATMTPTSTLPAADTGSGSSSGSALGPSWG
SPRSHNEAAAPNQSRARRRHAYERLRERLSRHEDATTAAFTNLSPPSDPLPVFHLPANNPHPITTASPVYLLQDVSGRPR
ALLLGPPTSTNPTLAINGLRGHLGPPGAGIPNLQVRGLELPPLPDLANLGAIGGIAGNNLLGAGLGLGDHFGGAHAHHRV
GFHGAVLERPRRVGRLNLPDLIRGVRARASHFWLAIRLTVFVILFTGSGGWKRMFYLGAIAVAVFVWQTGVLEPILRPVI
EAINPPPPPPPSTQPPAPTPAQQVPNQPQPQAAANPNNDNPPGQAMDANVNQPDPARTAQMLIDRQQDRFRDIFRGIERC
IMIFLASLIPGLHERHVNAVEQRQRDEAQRQQLLLQQQHQQQRAAAGGSSGDTEVNDGGEGGAGAGQVPPPAPQPEPQMD
EVDVDPLVVL                                                                      
>Tmel_XP_002837945                                                              
MGCCFSRSPSDPGEAIRISHIHGNQTSMEQEQQQPRVEHTLPLRDRFNLPLHRHIWVSKVPLTAGQLRLRREEYFDTRVT
GRMEIWNAIRMAVDVLDEDLETAQQILNAAGISIPTGDLRNGVFDELGNRYDLPEYCVSIPMNLLQTPDGGDDIEEKGAE
TDNEETDIRREEKGKMPIHLQENIYSVTARLSDRGGPDIMVRFAKSDHVRVIARRILENAGIPPDQFKIRIAYLGKILKD
TETLHENHWVDGHLVNALVFPRTRF                                                       
>Tmel_XP_002837552                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAPKKKICNFKECTTPAQRIVGDCRF
CDGHYCGKHRLLEDHKCSGLEDCRKESHDRNAIKLNSERTVVGKV                                   
>Tmel_XP_002837123                                                              
MFIKVRTLTGKEIELDIEPDYKVFRIKERVEEKEGIPPAQQRLIYGGKQMADDKAASEYNLEGGATLHLVLALRGGR   
>Tmel_XP_002836189                                                              
MSTVDFKALIAAEIPAVSSVAQHLYHNGRLLADSAKTLGEYGVAEGDMIVLHTRGSSSSSGSPGAASGQQQQQAGAIRRQ
SGMDSEMIRLQVLGDPRLMNELRNSQPELAAAANDPEKFGEVFQLMERQRAEAEKQKQREIQMLNDDPFNIDAQRKIEEL
IRQEAVMENLQNALEHNPEAFGRVTMLYIPVEVNGTKVKAFVDSGAQETIMSPSCAETCGIMRLVDSRFAGIARGVGTAK
ILGRVHWAQIKIGSLFLVCSFTVMEGKGVGLLLGLDMLKRHQAVLDFKKGCLVIQDEEVQFLGESEIPKHDDDRGLEDEP
TAEGSDGSKVGGRTGASIEPSITSTSAGFGPPSGDSSGAAPEQLESQHSAEAISQLEGLGFSRSQALAALNATGGDIDMA
ASLLFQ                                                                          
>Tmel_XP_002835896                                                              
MSSSEQSAQGPPPSSESSVPITFSVKSSNDTKYTVELPPTTSVADLKTTLAGMSDIAADRQRLIYSGRVMKDEETLAFYK
LQSGHTVHMVKGAASNTARGGASSSGPTTGGADARPAVPTNIAAGTGNNPLAGLTGARYAGHVQLPNADMFGPDGGMGPP
PDAEQLAQAMSNPQFQSTMNDLLSNPQIMDYIFASNPMLSQLGPEVRQMMQSDLFRQLMSNPQVIRSMSQMTGGLGRGFG



GMGGAAASFPEPGRTDTTPSSDSPAGSTPAESTPNPAAAGSPPPLNPFLPGAAGGNPFAALFGGQPPRAGAPGASPSQTP
GQAPGQVPGGLDANAINSILGALGGGGGGQPSASTGDPASGAPNQPLPPNHPLAGNNPLAILLGANGPLGGAGALRAAQA
QAAAPVDNRPPEERYAEQLGQLNDMGFYDFDRNVAALRRSGGSVQGAINELLDG                          
>Tmel_XP_002835800                                                              
MFIRVRTLTGKEIELDIEPDYKVFRIKERVEEKEGIPPAQQRLIYGGKQMADDKAVSEYNLEGGATLHLVLALRGGR   
>Tmel_XP_002835646                                                              
MIEVICNDRLGKKVRVKCEPNDTIGDFKRLVAAQIGTSAEKIVLKKWYNTFKDHITLADYEISNGTSLEMYYS       
>Ncra_1113NCU01220                                                              
MSWWGRPSLSPWNSGVGQGGVPSVTEEDFSYITTEDLDSPRYSQRYDYARSPQAAVQGISRYEEPEDDALNIVYKNAVYP
EGFPAYSIGDGKLLVSDVKERVKLILGISDRHGRIRLYYKGRRLRDDDKPIREYGAKHNSEITVTISERESESSSDVGSD
EIVIVDRDGHEVREEPEPSKKHRKKRRGRTREERGARSPQSPQESVSDVGLRVPTEDPRKRAASRVRSHSPSAESGFSAA
SGVSGVSAISAISAGSVTRASPASVAPGGPIEKLDQIAAHFNNTLLPLCRQFATHPPSDPKKRSEEHLRLSETILQQVLL
KFDDIETGGDVAVRTRRKEMVKQCQDILKTLDEALKA                                           
>Ncra_1701NCU01919                                                              
MSTINVVVKHQGKKYDVDVDTSATGEVFKYQLYSLTGVEPDRQKVLLKGSQLKDDTDMSKVGLKPGQMIMMMGTPGEGGG
AIVRPTEKVKFVEDMTEAEAAQQAGATPAGLQNFGNTCYLNSTLQVLRSIPELNDALKSYKGEQSMLDPTSQLRNLYDMM
SKTQEGIPPLAFLNALRVAFPQFAERERDGHGYAQQDAEEAWSQILTQLKQKLKISEGDAARDASFIDKYMGLELTSVLE
CDEPGAKEAGEEPKTSKERLLKLNCHIDGQTNHLRDGIVNGLVEKLEKKSEVLDREATYTKRSQISRLPKYLTVHFMRFF
WKREVQKKAKIMRKVTFPHELDVVEFCTDELRKALIPVRDKVREVRKEEHDIERARKRRKMNPIDGENAQGSQPSTSKDK
KKDEKKPAGGDVEMTTEETFKTDAEFEAEKEAEVLAAKKELYTLINQDLLKDEGANQSGLYELRGVITHQGASADSGHYT
AYVKKTGIKDPVTGKVGEEDGKWWWFNDDKVSEVEAEKITALAGGGESHSALILLYRAIPLPSADGTQ            
>Ncra_2700NCU03028                                                              
MAEASNTGGDGQITFKVKCSGDKNHTVTIAESATVLQLKTLLAGEEYENISPEQQRLIYSGKVMKDDEVLSFYKIKHMNT
VHMVKRPASAATASSGSTSTPAQPAIPQNMAAGTPSNNLLAGLTGARFAGQVPLPSRDLFGPDGGMGAPPSEDEIANMLS
NPAMAQVMAEAFNNPAVIDQMIASNPMLANMPADRARELLNSPMMRNMMTNPEALRMAARMRRMMGGGANAFPAPGVTDN
TPNATTGAGNNNANADAQNPFAMFLPFGVPPAGAPPAGNPFAALFGNPAGSSPASTGASTESARSGDAASAPATGATSGS
GQQADPLASLFGALGGAGQPGQAGAANPFGLPPISPEALQQMMQAFGGGGLGGFGGNPVAPPDNRPPEERYAEQLRQLND
MGFFDFDRNVAALRRSGGSVQGAIEHLLGGS                                                 
>Ncra_2961NCU03309                                                              
MQIKVRTLTGKEIELDIEPDTKVAHIKEKVEEKEGIPPVQQRLIFGGKQMVDDKTATDYQLEGGATLHLVLALRGGRW  
>Ncra_3040NCU03397                                                              
MADSDRPRSRSRSPSRKPKINTGGFKWKQKSSTSYDDNQDRAGLQRGYRDRSPRRNRDRDDDRNRDRDLGRDRDRSPRRR
DDRDRDRDQRGGGGGGGGDRYRDRDRRDRSRDRRDRSPRRRDDGDRYRDRDRDRSPRRNNNNNRSPRRDRDRSPRRDRPD
RPKKEKSAAAAPAPTSGGGGGGEEMIIVTVNDRLGTKAQIPAFPSDTIKQFKVMVAMRVGREPHEILLKRQGERPFKDQL
SLADYGVSNGVQIDLEVDTGD                                                           
>Ncra_3928NCU04403                                                              
MIDNPLLLTLLQGQQHSLTNHDKNNKNNNNQVNNENNDDGVIVAVLLSTVRHEWTSDGTVWTRAALDRERVEFFDTRVTG
RQEVWLAIHAALEILWHQEQVDAAAAAQHGDGTLAAPSDYEGEEGQGEGHSSGVEEDDDDDNGREVALATAQTILNAAEI
TLPTGNLAQGGAYDLLGNHYSLPEHIVSDPTNISTSRPPSSMEADEDEEGYADTDTKGAVSVANEEVTEGASQEALENGD
EVCSSSERHHRGKKGKTVVNVRDLINVRVRLSDGSRDVIVQVDKGDSVRVLGRKVAENAKLSSNKKIRIAYMGKVLKETS
TLPDQGWKQGTIVNALVFNRSRRQHRHPAANTATASSSRQQLPPQQQQQQQVAFDQFLSLQLWRVNTMPQ          
>Ncra_4069NCU04553                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKVYTTPKKIKHKRKKTKLAVLKYYKVDSDGKIERLRRECPNETCGAGVFMAAMQDRQYCGRCHLTYVFEKSS      
>Ncra_4685NCU05275                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLKALASKFNCDKMICRKCYARLPPRATNCRKRKCGHTNQLRPKKKLK                                
>Ncra_4701NCU05292                                                              
MQITIAIQDTTGDDQDFLSLQVFPDMTLETLRNSIQAETSHHPSTQHLYHNGNLITDNSKTLTQLNVTDGDMLALHVRET
QRATAVPESQQGRPAAPPQQDPEFLRLQFLANPALRAEVERTAPDLAAAINDPQRWAQLFRERYDREQRERAERHRIIQQ
LNEDPFNPEAQARIEEIIRQERVTENLQTAMEHNPEVFGTVHMLYLDVEVNGAKVKALVDSGAQATIMSPDIAEACGIMR
LVDKRYGGIAKGVGTAKIIGRVHTAPVKIGSLFLPCSFTVMEGKNVDMLLGLDMLKRYQACIDLAKNALVIQGEEIPFLG
EADIPKATEEALQDEPTIEGPGGTTIGQRTGAVSGPGTAQHRQGQAGPSTAAQPGPSAPAPAPASASAPAPRAPQARSFP
REHIEQLVALGADEQKAIRALEATDGNVEYAASLIFEGF                                         
>Ncra_5261NCU05995                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ               
>Ncra_6659NCU07542                                                              
MKVTFKDLKQQKFTLEIEPTETISKVKQKISEERGWAPELQKLIYSGKILKDEETVESYKIEEKGFVVCVVNKPKTTAPK
PAESSSSAAAPATPAAAAPASTPAPPAAPAASSAAAAAPSTPTPARTAAAPEAAPAAGARDANALAMGEQRAEAIANMEA



MGFERSQIDAAMRAAFFNPERAVEYLLNGIPANLQQQTASRQPSAAPAAAPAAAAQAASPAAAGGDDDDQVNLFDLAAQL
GNSAGGRGARGAEGAGAEAAGLGNLDFLRNNAQFQQMRQLVQEQPQMLEPILQQLGAGNPQLAQMIAQNSDQFLNLLGEG
GEGGSVGIAVTEEERDAIERLTRLGFPQDQAIQAYFACDKDEELAANFLFDQGPEEDDDMPQQ                 
>Scer_SCRT_00381                                                                
MIVKVKTLTGKEISVELKESDLVYHIKELLEEKEGIPPSQQRLIFQGKQIDDKLTVTDAHLVEGMQLHLVLTLRGGN*  
>Scer_SCRT_01294                                                                
MSTSASGPEHEFVSKFLTLATLTEPKLPKSYTKPLKDVTNLGVPLPTLKYKYKQNRAKKLKLHQDQQGQDNAAVHLTLKK
IQAPKFSIEHDFSPSDTILQIKQHLISEEKASHISEIKLLLKGKVLHDNLFLSDLKVTPANSTITVMIKPNPTISKEPEA
EKSTNSPVPAPPQELTVPWDDIEALLKNNFENDQAAVRQVMERLQKGWSLAK*                           
>Scer_SCRT_01866                                                                
MSEYLAQTPCKFTIWSSEIDLIRTNLLVNAHPLSTVGRLLQYIHYQIYKQLRAIYQPEEQCTNSEIPHTPLNSINTYFLS
YEGRELSATCLLKDITSSSHPDSNHFIRLQLEKRTSPSGSAFDLEYDMEGEFNSMNIQFEINTLSSQRIFNSMEPNLPIG
TTLARLEKLALERIKDFEKSAGNLCGIKEDHSVSDLQGFIIKGKQTPMFLNYGSDSDYYKDLNLVDLIGIDFAPAHNSFF
TFLFKMNHEQNSHIANDEERFVLEFISDATLSITQMNVKPDTTVKQVKDFICSVYTHSLNLRRNDIKLIYKGQLLHENNF
AGNSSKISEYIKEPHEVKVHVQINQEYTESGPGFWNEVFNNPNIFQFMPPDTRSQSPVSFAPTQGRSPAAIRGEERGIPY
VTESGNDIVPTDELYRKCIINGDEVVFIPVSELNPQSSYLSVIKGDYGEIKIPISSNDYRINGDNILLSPSAIEQLESAL
NFKIERPRDSTLLHPSGEHVRAADNTSSANDNNTVENDESAWNRRVVRPLRNSFPLLLVLIRTFYLIGYNSLVPFFIILE
FGSFLPWKYIILLSLLFIFRTVWNTQEVWNLWRDYLHLNEIDEVKFSQIKEFINSNSLTLNFYKKCKDTQSAIDLLMIPN
LHEQRLSVYSKYDIEYDTNTPDVGQLNLLFIKVLSGEIPKDALDELFKEFFELYETTRNMNTLYPQDSLNELLLMIWKES
QKKDINTLPKYRRWFQTLCSQIAEHNVLDVVLRYIIPDPVNDRVITAVIKNFVLFWVTLLPYVKEKLDDIVAQRARDREQ
PAPSAQQQENEDEALIIPDEEEPTATGAQPHLYIPDED*                                         
>Scer_SCRT_02172                                                                
MSLNIHIKSGQDKWEVNVAPESTVLQFKEAINKANGIPVANQRLIYSGKILKDDQTVESYHIQDGHSVHLVKSQPKPQTA
SAAGANNATATGAAAGTGATPNMSSGQSAGFNPLADLTSARYAGYLNMPSADMFGPDGGALNNDSNNQDELLRMMENPIF
QSQMNEMLSNPQMLDFMIQSNPQLQAMGPQARQMLQSPMFRQMLTNPDMIRQSMQFARMMDPNAGMGSAGGAASAFPAPG
GDAPEEGSNTNTTSSSNTGNNAGTNAGTNAGANTAANPFASLLNPALNPFANAGNAASTGMPAFDPALLASMFQPPVQAS
QAEDTRPPEERYEHQLRQLNDMGFFDFDRNVAALRRSGGSVQGALDSLLNGDV*                          
>Scer_SCRT_03111                                                                
MIEVVVNDRLGKKVRVKCLAEDSVGDFKKVLSLQIGTQPNKIVLQKGGSVLKDHISLEDYEVHDQTNLELYYL*      
>Scer_SCRT_04110                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLKALASKYNCDKSVCRKCYARLPPRATNCRKRKCGHTNQLRPKKKLK*                               
>Scer_SCRT_04130                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKVYTTPKKIKHKHKKVKLAVLSYYKVDAEGKVTKLRRECSNPTCGAGVFLANHKDRLYCGKCHSVYKVNA*       
>Scer_SCRT_04434                                                                
MVSLTFKNFKKEKVPLDLEPSNTILETKTKLAQSISCEESQIKLIYSGKVLQDSKTVSECGLKDGDQVVFMVSQKKSTKT
KVTEPPIAPESATTPGRENSTEASPSTDASAAPAATAPEGSQPQEEQTATTERTESASTPGFVVGTERNETIERIMEMGY
QREEVERALRAAFNNPDRAVEYLLMGIPENLRQPEPQQQTAAAAEQPSTAATTAEQPAEDDLFAQAAQGGNASSGALGTT
GGATDAAQGGPPGSIGLTVEDLLSLRQVVSGNPEALAPLLENISARYPQLREHIMANPEVFVSMLLEAVGDNMQDVMEGA
DDMVEGEDIEVTGEAAAAGLGQGEGEGSFQVDYTPEDDQAISRLCELGFERDLVIQVYFACDKNEEAAANILFSDHAD* 
>Scer_SCRT_04953                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN*                  
>Cneo_XP_572391                                                                 
MLSTMTIAILHARFYLSSYNLSYKHRWNTTSSKQPTMQDKPLSAQRITEERAFIKRYTESLADYTVQYPADFSAPLHERP
RKVPAIAIPVADPPSADAMDVDSPSKDTVISLTVKSLKPSLTIPVTAQLTDTVSDLKTIISKSSASAPAPDAQRLLLKGK
ALTDTKLLKEYALESGATVHLIIKAPSATPSSAPTPSISTSDATIPPPSSVAPHPPALTITTSVDESSEAGTSMPLTLAD
QVAPPLGPQPEVSSATFHHTISDPTFWQKIHALCVSEFDNEQEANSAWETFLVSMKGGLSAGEAAKIRDVVGVWGMGGQ 
>Cneo_XP_572134                                                                 
MPKSQNMELSVKHSGKTYTVPVTQETTTQAFKDAISQLTRVPTERMKVMVKGKLVKDDTDYVALANQKQSVMVIGAAEAL
PPPPTQQIVFLEDVGDEGIKSDEPTGLINLGNTCYLNSTLQAIRAMPEVHQALKEFTPSSSSSSSLPEFRVTNSLKNLFV
TIDNTPNAVPPLEVISNLRILAPQFAERDQRGHYAQQDADEAWTQLVQALRAALPKNGDEGSVVDRLMSIELTKTLKNAE
TEEEPETTSTETVLKLECNISGTTNFLMSGIQDNLNQQVEKTSATLGRNATYSMQSRVSRLPEYLVVHMVRFYWRRDIQK
KAKIMRKVKFPLELDLSDIVTEPLRKKIQPLNTATKQILKERDARANILKRKPGQGLDEEEKKRGEEKAMVEELVKEGGL
TSGEGSGMYELAAVVTHKGASADSGHYIGWSRVDNGACVPAEQQRWAKFDDNNVTFTDANKILSMDGGGEDSVAYILLYR
AAKI                                                                            
>Cneo_XP_570192                                                                 
MQIFVKTLPGKTLARDVLPTSTVSSVKEMIASAEGIPASEQRLIFAGVQMDDERALAEYGIQKESTINMVMSLCGGGKKR



KKKNYTTPKKIKHKRKKVKMAILKYYKVGSDGKIQRLRRECPAPTCGAGIFMAWHKDRQACGKCGLTYTFEPGTKPTTA 
>Cneo_XP_570012                                                                 
MTVSPGVTEQYHLPVLTRTTFFYLDHLQISKVKERVEEKAGIPPVQQRLIFGGKAMGDDKTIQDYKIQAGAAIHLVLALR
GGRTLNGN                                                                        
>Cneo_XP_569186                                                                 
MDRDNSWIKEVASMMTNSFTRHLTFFDAPKLESVLDPLYTFLLSSKTSTVSFFNPFRRAQAQEASGAITIQVKWGRERFN
IPVPQPSITPLSTLLATLSNQTGLSLDSLKLIYKGAVLKDTSLTVSAYGITEGATLVLVGKGGDVPVPPTAAPKPTITPV
KKPKQPQTDKESVLVDWIKSLVSSLLDPLVPSIAMFVSYTSPHATNRPAKIPAFEVLQKEHARLSEMLLKALLELDGVDI
PSGWTEARKERKDSVKKIQGELNRVDESWGERKKLGG                                           
>Cneo_XP_569107                                                                 
MAAEQPSSSASDITITVKGPQELKLTISVSPDKNVAELKQLIASKCDVEKDRQRLIYSGKVLKDEETISSYKIQNGHTIH
MVKGAAKPSSSTPAGQASQPPRLPQMGTGLNVGSNPIDNVENIHHGLAGFNPFTGVQGLENLNDPNAMSNMMQSPEFLRS
MSDLMSRPEVVDQIIASNPQLASMGPQIRQMMASPFFRQMMSNPETLRTMMQMQSSMGQGGGLGGLGGFNPFAPAAAGAN
ANSAQNNAGPTDPFPNLFAPNAGNANPTAGGGNAAADQATNAPSNPSQPNAGQFPPGLAALLGLGGGMPGAGTNAGTNPN
PFGGINPALFGGLGSPWGAPPARDERPPEEIYATQLGQLNAMGLWDAQKNIRALRTTGGNVEAAIELIFSGQLDQA    
>Cneo_XP_568063                                                                 
MPRSPSPSRDHDRPRSRSRSPPPRKKPKELSFYKKSSSSMGSLSHRRDPLDEPTSKERAEARERGEVPRRFGGTREQGVR
NTMGNVPSASVGSFKRGGDPLDRYGVRGDPRDERRDDYGRGDAYRLDRDRDDRRDRDRDDYRKDRDRRDRDRDRDRDRDR
DRDSERRTERDRDGSRRDAPRAAAPSSTSAPPQRPAAAPSATSMRLIEVIANDRLGRKVRVKCLPTDTVGDLKRLIAAQT
GTTAQKIQLKKWYTAFKDHVSLQDYEIHDGMSLEMY                                            
>Cneo_XP_567862                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ                       
>Cneo_XP_567760                                                                 
MPLYACTTIGTMRISIVLLGGSQTELSVHPWNSVRDVKAKYELQAEIQGKHSLQPDFQRMFYQGRQLEDPWLLSECNIQH
GSTLHVCPELHRELHFKVELRLGEKLADSTVNVIACFDERTFKAVRPRMNRETDPNKSCSFTNIVKRKGIDMPWEQEFGH
QPTTIPSRLIVPVPASASSSQSSAAARLPRAPSPPDILAPRTCSYLIPPCFPFSLQHQTSYYDVMADDPVEHLRAKITWK
EGVPLEGLQLCYGRNLLNDGRLLKDYKLRKNSIVRMNREVGEPGLRRTRGLVINVSDGHDDDEEEEEEEEKEQKEEERRR
KRARFDT                                                                         
>Cneo_XP_567100                                                                 
MVKITFKTVQNKLFTVDAQDSDTVADLKKKIQETQTFPVENQKLIYSGKILNDASSVESLKIKEKDFLVVMVSRPKATPA
ATPAAPATPAPSTPAPAPAASEQASVANPAVPAPSAPAAESAPASAPAPAAESAQPSAVESGLGGSFVTGPALQAAIDGM
VEMGFERDQVIRALRASFNNPDRAVEYLMSGNIPSVEGTAPAAPAPAAPSTPSAAAAPAQPAAPSEPAAQPVASAPPASA
GGSADNLFAAAEAAMNRDRGVPAAAGAPGLPGAPGLPGAGAGMPGGMGGGDQLSAIRQMVQQNPAMIQPLLQQIATEHPE
LAQLIAQNPEALYELLGGGGGEGDDDDEFGEGPVMRVNLTQEEAAAVERLEALGFDRQTVLQAYMLCDKNEELAANFLFE
NMEEDQ                                                                          
>Cneo_XP_566660                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLKALASKYNCEKQICRKCYARLPPRATNCRKRKCGHSSQIRPKKALKK                               
>Ccin_CC1G_00439                                                                
MTGVELRIELPAYSHSFNISVPPSSTIQQVKEEISRACPGQPRIDGQRLISKGRNLADDEKITDLWKAPSDSRILHLAVH
PSAWKADPPAPELSGSKPPPLNLDTSPFLSPPSTFPTFSSAIYHPRLIPGGLQLPEPPASSRTPKPVEHKPMPYIVLLHQ
NAISALVTGNPPPPPSGFNELRDAAKAAVNALGWEWPSILDDAYPTASSEEGEGLKYERSIVHGRPYLTLKPTPNASPTQ
VQLHALHVLSYTFTLLEVNVVSSNIATVTTRHIVVNGNDPLRAERLLEELGGPNPANERILQELGLRRGQNNNNNNNNNN
NNLNWPGIPLRPLLMPLGMLIFRAVLLLYFVGPVRKPVVGILIFAWVLYELWQPVRNLLLERPQQQQPANNAPNQNNGNN
NPVPPNHNGAPNGAANANPPANGGIFQVQQAQAPGVRVIEVHINLNSIFNYLADLNLQSEQQILDQADQAPVPEPGIGHK
IASFIGLFLGSLHPALWNRRRLALRRREGPIRTEANIRQQPDPEPPAENPSEEQEQEDGSRPGEQVDNRATEMRDELRAK
HARRPEWVRRYIDRVVEEDWVDDAD*                                                      
>Ccin_CC1G_00876                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAKKR
KKKQYSTPKKIKHKRKKVKMSILKYYKVDSDGKIKRLRRECPSAECGAGIFMAFHKDRQYCGKCGLTYTFTPGTKPPVV*
>Ccin_CC1G_01184                                                                
MSKEDKRELRRKAEDEKAKLKHMNNMAFRYFTMPSTEDSCAIIPTRFYTSWKRWIDSPASHDRPDCIDTESLLCAHSMLL
YDPGCRVDMDSIITLIRRDEWEILSSFYSTGPPIYVKRTASDNSESSFSELNPGICAECRTLRSGFSLSPLVVTDPDGNS
RKINWETTELTIQLGKREDWESSKALGPSASLPVRHSRRLRKKQGDKRKISVTKSTTVKDIKIQISEIFDIPTICQRLFF
QGKELADNESTVHDLAIPANDTVFLEQITEAMEIDSDDDSTTRRRVREEGQGFNGTILGGGSFTDSSRASSRAETPTSVL
VSSVKSCKACTFDNALGALACEICTTVFE*                                                  
>Ccin_CC1G_03189                                                                



MSVTVKFGRDRISLALPSPDTTLHAIKQSLADYTGLNAFKLIHKGAVMRDDNAPISAYRIHPGSVIQMIPVDESMPQPPP
SNRQSATTDDDENSVITTIHTELAMVRSTLAPDLNDLLGRITNTEKTSEKDKKEFLRIGELLLQSLLRLDGVTPDRDWVK
AREERKKAVKEVQGLLDTLDDTVAERRAAGLHN*                                              
>Ccin_CC1G_03676                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN*              
>Ccin_CC1G_03829                                                                
MAAVATQPPAANGHAINGDSDMQSAPVTGSLRFSTGLILPPPEIKSVIDRTATFVARSANPPQFEEKIREGQRADPKFSF
LNPLDPYHAYYRHKVERVTAGETEEETSAQKASGEETEAKQPVDVGVEPPTPEFILELPNISGIDLDIMKLTALFTARRG
RGFLAALSEKEGRNYQFDFLRPTHSLFGYFNQLVDQYNKVLHPDKERLDQLKGRLAEGARWTMLEQGRKHGVWERTRRER
EKKRQDDQEAERIAFAEIDWHDYAIVQTIEFTAADANAELPPPMSVQEVESMTLAQKRMAAMIMENTAEDIEAHKARQAA
AEAEAAKAVGTVGASQDEDGDAAMEESDDEDDAAKQEEARQREIARAQAMQAMPSTAGPMKIRTDYVPKLGANKGKTATT
TCSICGQQIPVDELQEHMRIELLDPKWKEQRDALEARKAQASELQRGANVVSSLKNLARTRVDIFGTETDEERRKREEEE
ERLRRREREKVVWDGHTASKANTLDKFSTNVNFDEQIAAIHRAKGLGPQDANAIGPGIGPAAVPPPLTAVASGSASIPAP
PQPAAASGAFAAATVSSGPQPASAYTPAPVMLPPLRYQGLNPPQPYGYQAPGVMPGMPGYGVPVQAGMVRSAEEMEASDM
PPAKRQRVAKLPGGALYPEEDWIAMHPHPISLRVQLPNEPSKPEWKLDGSTITLPELPLNLLVSTLRDRILLHTGSSISM
SRFRLTYEGKLLTNSSTIAAYNLEDEDLIVMSLKEVTKKK*                                       
>Ccin_CC1G_05831                                                                
MAPIRTGPGPSADNTPSQSSSWNTTANGSLSHDLVPVVPSKLAQRHFAELKTWTPERFEFRTNELRACAGEWTKISEASL
ATVLPLVNVLRVTKARHSTQMIQINVEVRSEVCDEPTGQRVTVKVKPDSKIGILHDAIEKVLGIARDAQRLLYGGRRVDI
TSGTFADYGIKSGDTIIVYNVLRGGKPVIYLFSPVEREVSVKLSLVPQWEFSAIYPVVPVKTASAGSGQEIEWTVTTSAD
GSLKERTTGLEVAYLFWEAETTRVAPLSPPPTPTIAATDPGDGPLQEVFVPNDAHLCSENSVVVETSKVTPYLDGALKAL
GLHTEARTSFITYWLPAILKHEYVALRFLPQSAYERAAPLDITPAPDVVLRIFMLFKGVDQGELEEDWKQAAYRATEPVG
RWVQVVGVDVPKATDPQSFRVVEWGGMEIHR*                                                
>Ccin_CC1G_06820                                                                
MVKITVKTTQQKVHHVEVELTDTIGTVKQKISDEHGHPVAAQKIIYSGKILPDDKTIESCALKEKDFFVLMVSKPKATPA
ASTSTTPAPATPAPAAAAPATAPTPAAAPAPAPSPAAPAPAAAPSEATTAAPAQEGFGTGSFLSGAAYQNAVQNLVEMGF
PQEQVVRAMRASFNNPDRAVDYLMNGIPAHLEAEAAGPAAPAPAAGGAPAAAAAPAAQAPAPAPAAPANQPQNLFQLAQQ
QQQGGGGAGAGGPTLPGGLNIETLRNNPQIAAIRQAMAQNPQAAQALIQQLAQQNPQIAQIIGSDPDLLTNLFLPGEGDI
PPGATVVNITPEENAAIERLQGLGFPREVVIQAYFACDKNEELAANYLFEHGFDDDD*                      
>Ccin_CC1G_06887                                                                
MIFRNPTVRVKCSPDDTVGDLKKLIAAQTGTDPSKIQLKKWYTIYKDHITLADYEINDGMSLEMY*              
>Ccin_CC1G_08140                                                                
MELTFMNDLGQSFVVEIDENMELENVMALLEAESGIPASEQSISYNGRELSNPKSTIRQLGVEGQSAMLFLRRKVATVQG
GTMEQDAEMMRLQMLGDPQLMQQLREQQPDLADVVENHPSRFAETMRAMRSQMDTVNRNAAIERLNANPFDVEAQRKIEE
EIRMQAVAENMTHALEYSPEFFGRVHMLYIKVEVNGHPVKAFVDSGAQSTIMTPECAEACGIMRLLDSRFAGVAHGVGTA
KILGRIHAAQLKVADIFLPCAFTIMEGRTVDLLFGLDMLKAHQAIIDLKKNCLIIQDREVPFLPEHELPEKARDMPLEED
VSGGPSTAGPSSAGGSISNPAARNMSGGSFPSGEGRTLGAAPASRTPGGGGTSQPPAQASRFPEEHIKTIMDFGVSREMA
ISTLEAAGGNLDVAASLLF*                                                            
>Ccin_CC1G_10032                                                                
MVELTISSATARSSFLRSDLTVDVPADATVLDVKRKIAQAYPKFKVVRQKLTLKGEKKALEDDAKLDAVLGGKTELQVKD
LGPQISWRTVFLIEYAGPLVIHPLIYYFPKVFYGQEVVHSKLQKYIFAFVMLHFIKRELESVFVHRFSHGTMPFLFVFRN
SAYYHIFYGLFLALDIYRPKYGAGSPAIVGTYRDNQNVLYAATAFWLWAQLSNFHTHMTLRNLRPPGTRKRGIPYGYGFS
LVSCPNYLFEILAWLVPVVLTGSIASYLYITICIGILSMWALQRHRNYKKQFGKEYPRNRKALFPFIL*           
>Ccin_CC1G_10110                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLKVLASKYNCDKQICRKCYARLPPRATNCRKRSCGHSSQLRPKKKLK*                               
>Ccin_CC1G_11085                                                                
MASADFQAEQAFARSFLNTIGRQPITYNDDYRQPLQSSLRKVPVLGIPVPPVPERKVGESSTAGATVTLTFKSLKPPVAY
TLPVSLTDSVLSIKNVLHEKHSDVLPAAEHQRILLKGKALADQKLLKEYNVKDGDTLNLVFKAAPAAEKAQEPTIAAPQP
VTPASSMSSPFGSVGGSLDPNAKPSGGRKHQRIPSVVLSPSPSNDTLEEKPKEITLDLDSVAADPISPVLRDELSLASTY
HDTVANPEFWERLVAFLRAEFVTESDFHQAFEDFLCATKGALTANQIAKIRDHVKIYGMAGQ*                 
>Ccin_CC1G_11833                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGF*              
>Ccin_CC1G_12576                                                                
MLIKVKTLTGKEIELDIDVDDKIARIKEKVEEQSGVPPQQQRLIFGGRQMPDDKTAKDFNINAGAVLHLVLALRGGQ*  
>Ccin_CC1G_14811                                                                



MSTPSIEAMNITVSSRGTAHRLALLPDSLLSSLQAELENLTGVPASLQKLIYKGKKAGQGSDSVTLADAGIKDGMKIQML
GTTTKDLDGLKDVEDEQKKRERILRERALKPQVKPRSTGPGGSSIATLSTLNASPSTSQYRFHDIKPLEHLPNPETARAV
LDKLATDPAIRHVMQKHRFTVGVLTELAPHEHPELLGLNVNKGEAIKLRIRTDRYDGFRLYKEIRRVLCHELAHNVWGDH
DNNFKELNSQLNREVFEYEKSVMEGARTLSGTPLSAFSWDTPSSEQEAEAQSYVLGGSDVQRMASDGDSPEQRRRRVLEA
TLNRLRKEEEELEQSCGTGHSIGSS*                                                      
>Ccin_CC1G_15070                                                                
MSSESTNNEIQVNIKGPSELKLQITISTDKTVQELKQAIAEKSDVAADRQRLIYSGRVLKDEDLLSVYKIQSSHTIHMVK
GVAKGAGSGSGSSTGASSTSQPLPRMQTGQNPHDPLTQLNSHMGFGAMAGINPFADMGLNPNDPNMMQTMFNSPQFMQQM
ASMLSNPAIMDQVIAMNPQLAGMAPQIRQMFSSPMFREMISNPDTLRNMMNMAQMMQGSGMGGMGGMGMNPFGMGGGQAS
SFPAPGVPNTGSNQSSTTPSSESTNNSNNTSTTTPGAGTGGGGGAGAGAGGPMPMPFFNPWFGGPAAGAGTGTPGSGTGG
EGQGQGAGQNPFAGNPFFNPEFMQQMQQMWGAGALGPGFGGLGAGGLGSPAAAAAGGDTRPPEERFQVQLQQLQDMGFTN
AQQNIRALLATGGNVHSAIEYILGGGGL*                                                   
>Ccin_CC1G_15273                                                                
MAPLAVHIKHAGKTHDVQLDPDLPPAAFKEAIYQVTGVPVDRMKVMVKGGVLKGQTFMVIGAAGELPKPPEKPIVFLEDM
DDSELAEALAKPVGLKNLGNTCYMNATVQALRAIPELQTALSAPALQSTTPLPGSLRDLYHNMSRTTDSMVPAGFLQTLR
QVNPQFAEMDRSEKRSGMPGMPMGYAQQDAEECYAAIVNSLRNVPGLTEDGVVASTSAQATTGSRRFVEQYLLGVMTREM
TCDEAPEEPKTVQEESVLKVECNISVSTNFMLQGILSSLDQKIEKNSPSLGRQAVYTQKSRLSRLPTYLTVHMVRFAWRA
DIGKKAKIMRRVKFPLEFDATDLATDELKAKLLPASRKLKEIERERAERLKVRKKTKVATGPAQPAAAESSSSGATGGGD
VEMSDAAADTSAAGGELQPEHVYREKEAKELNELIHADLKSDVGSSATGLYDLVAIITHKGAAADAGHYIGFVKKSVFHP
IKGQSAPPPAVPGQAEAAGSSSTTGTPKAIAEIEPDDEDWYKFDDDKVSIFPKEKIPTLEGGGEDSSAYVLLYKSKGV* 
>Umay_XP_761375                                                                 
MKILIKSLAGGNFHLDAELTDTIGTIKSKIQNEQGHAPELQKIIFSGKILTDDKTVADCKIKEKDFLVVMVSKPKAPKPA
TAGASTSVAAPEKPTEAALAPAPDAARAAAEAPKGQDAAVPTSDSSSPATTATAAATTTAAAAAAAADAPASAESATPSS
AQTQQPSGTSGSFLTGGALESAMQSMVEMGFERDQVQRAMRAAFNNPDRAVEYLMTGIPEHLVNPPAAAAEAAARTSSEG
QQTPASGATPGTPAAPAPAGAAGGSRVAATPATPATPTPAGRAGNLFEAAAAAQAGRGGGAARAGTGDSSGSGGGAGVLG
EDDGSGEQVIDLGNPAMLAQLQQLVQQNPAALQPLVHAIAQSNPQLAEAMNHDPQGVLALLAGGAAAADDIDLPTLAELD
EPDRASVQQIVAMGIPEAKAIECYFMCGKNVEMAVQYYFENPQDFDD                                 
>Umay_XP_760743                                                                 
MSSQTEWPQSLKDFANRAFAACTDANRQAVSEELRALIFDSFQNGTIHTTDWANATLKSLTAASTSTKKSLLKKRAAPTS
TTTPSLSASDLEEQQRKEKRAKRFEREQQEFRRQEDEMLETAIASTSLASRFGSIRAPAAVGQPSWSAAASVAGTAPSHH
ASKYAASAPISSTQLTDTEVADPNVIDWDEHTVVGTSSKLEKSYLRLTSAPDPKTVRPLSTLVQTLELLKKKWRTENNYS
YICDQFKSMRQDLTVQRIKNEFTVKVYEIHARIALEMGDLGEYNQCQSQLRGLYAYGISGNAVEFLAYRILYLLHTKNRR
DRDDRLSDLAPLRITFAFPDVNALMAELTEEHKAEPAVEHALQVRAALVTGNYHSFFQLYTDAPNMNAYIMDHFVERERV
NALHIMSKCYRPSIALSFIAEELAFQDVAAADEFLTAKGAAVYLEPTPAELAALASSQTTNGKKKRSKVVPSLPLGKRQW
DAKAAVQPLTDAIQKFRKVDSTIGLIEKPSHVKDIHARALKHQGRALSTHQIDENAGWDRWANGPNGFSRSSSGGDAQIR
RIEVVWGRERLQIVLARTAEPVTLGDLRHEIASITSLPYEKIKLIYRGLVLKDDRLALTAYGLSEGSRIGLVGSRDEGDK
PGAKTSVGVGALSVGEQKAREKKAKEADTSEQGLMSRITEALETSRKQLFPQVESVERAVASQQAGTPTQVSEASTRAPS
RDQAVASATDATSEAMSHEQITDAHRRLSELLLRQLLALDSVNVNSDTTRQARKIAVKQVQSHLDRLDAAYSEYKSRQK 
>Umay_XP_760735                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAKKR
KKKVYSTPKRIPHKRKKVKMSILKYYKVDGDGNIKRLRRECPSPECGAGIFMSWHRNRQYCGKCKLTFMFEEGTKPPTA 
>Umay_XP_760703                                                                 
MSDSRISTVQARIVNTSESILSHTHRHNHAHQPPLLARTVSSCSSSSGATLHLHIFTSMQIFVKTLTGKTITLEVESSDT
IDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNV
KAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAKKRCQNGAGTDGQCKDAAINLVGECPHCS
LKFCGKHRLPEQHKCAQVEQVRNAAFAANKAKLESERTQATRGLAH                                  
>Umay_XP_758587                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLKVLAGKYNCDKQICRKCYARLPPRATNCRKRKCGHSSQLRPKKKLK                                
>Umay_XP_758487                                                                 
MASTIPIKVKHNGKLHEINLDTAQPATAFKQAIYEKTGVPSDRMKVMVKGGMLKDDHDLTKIGARAGQTFMVIGTAGELP
KAPTGAITFIEDMTDSELALATKSRVGLTNLGNTCYLNATLQVLRAIPELQTALGQFDGNLGGADGERNLTAALRDLYKN
LSETTEPFPPFAFLTILRQVAPQFAEMTRDGHGFAQQDAEEVWVRIIQALQNSLDGLSGEATLDPSRKFVQQYLTGHMVI
KRSTAEAPDEPASISKDPFSILQCNISSTTNEMTSGILDSLNQQVEKTSSTLNRTAVYDETSRIDRLPAYLATHFVRFYW
RRDINKKTKIMRKVKFPFVLDATPFLSDELKEKTKQTNLVMKNIEKERDERAKIRKRAKASKIAQEKAAREAKNGSDVGI
ADASSSGVVVREAEAQDGESGARAKLAMVLTEEQELAERAKEREAIRASMHPDLLADTGCNVSALYELVGVVTHKGAAAD
AGHYISWVRADLDQPRHPSARDLDQSDADQHWYKFDDDKVSRVSKDKIHALDGGGEDSVAYILLYRSKSL          
>Umay_XP_758220                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTHSPCSTLHLVLRLRGGMQIFVK
TLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTG



KTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGK             
>Umay_XP_757490                                                                 
MITVITEDDRTFAIDVDASIEIENLRALLEVDSNIPADQQQLLHGGRPLDDAKATLASCGVQNDDLLLLRDRRASLSTSA
HAGSSSTSPGVTAASASASASASASASASASAPALASEEQAAEQLRQQILSDSAALSMLRTNNPQLADAAVNSASRFLEL
LRAQRDAMKHSGTAEAGLDDIVDEFDIEAQRRIEENIRQQRVMENLEHAMEYSPESFGRVTMLYVDCKVNGTHVKAFVDS
GAQATIMSPECAEKCGIMRLLDTRFAGIARGVGTAKILGRVHSAQLQLGTRLFLPCSLTIMENKGVDMLFGLDMLKRYQA
TIDLSNNALVINGEHIRFLDEHELPTKANQEYEPDQHGNLVPVNPHPAPSASTSTLGAASANANAAAAAAAASASKVPAA
GQSIGASTGTSTQADAQHFDSHGWSFSHPHSQSVQPTSSSTSRSEAAPSLQRPSGQPSRSEP                  
>Umay_XP_757070                                                                 
MTDSSDVATSLKINIKGPSDLKLAIEITSDQTVRQLKEAIEKQKPDVPADAQRLIYAGKVLKDEEALSVYKVKDGNTIHM
VKSAARSAPTTGNPSVPGTAPAASSASTNAASSQAQGVPSNFSAGQNFTNNPLSALNRADYAGPHMARLLNESGGAFGGM
GVNPRDPNMMMGLMQNPEVQRQMRDMMSRPEFIDQMIAMNPQLQGMAPQMRQMMQSEQFREMITNPETMQRMAQMSQLME
SAGMGGLGGLGGLGGLGGLGAGSGANNGGGGQWPPPGAFGEPGNGASNDNSNRGLFAGVGNNNTNAQGNTGSDASSGQAP
PNPFTDPSFLQQMFGGAGGAGGFGGLGALGGLGGLGGLGGGAAASRDTRPPEERFSSQLEQMQAMGFYDGQANVRALLMA
GGSVEGAIGILLDNPNPPAPGN                                                          
>Mver_MVEG_00193                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGVILK
LIFAEDLGDQRSLKFDDSTTVLQVKMYLSQQSGVSATSHRIYVLKGNKDVYLKNDHTLGSYDFENNTEVLWYYDS*    
>Mver_MVEG_00305                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLKALASKFNCDKMICRKCYARLPPRATNCRKKKCGHSNQLRIKKKLK*                               
>Mver_MVEG_01934                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLKALASKFNCDKMICRKCYARLPPRATNCRKKKCGHSNQLRIKKKLK*                               
>Mver_MVEG_02062                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ*              
>Mver_MVEG_02414                                                                
MPPANTIKVNVRWSGKKFDDIELSLDEPGLVFKAQLFALTGVEPDRQKIIVKGGMLKDETDMNKLGLKNGHNFMMMGTAG
ELPKAPERKTLFMEDMTEATLNKALDIPVGLVNMGNTCYMNATLQCLRVVPELIQGLQKYSGGTDNLDTGSNVTASLRDL
YRQLNASGNGVMPAAFLTYLRRAFPQFSQQGRDGVWAQQDAEECWSQLISTLKAKLPAHAEGQQNVVSQFMQGEFTTTLK
CDESPEEEAVVTKEQFAKLDCHISKEVNYLHNGILESLDQKIEKNSATLGRSAVYSKTQRISRLPAYLTVNFVRFFWKQE
EQVKAKILRKVKFPFELDASQFCTTELQGKLTNTKLKLRELDTAETALKRRKRQDKEAGKMDTDEISEEQKAVQEAQVAL
QNSLDPELVKDSGSNPSGQYELAAVLTHIGRTADSGHYIGWAKKGDTDDWYKYDDDKVSPVSKDDILKLDGGGDFHVAYL
ALYKARSFDVSPSKSDA*                                                              
>Mver_MVEG_02453                                                                
MSESISINVKASNDKKYVIAINTSETVLDFKTKIALNCDTPADRMRLIYSGRVLKDPEPIATYKISEGHTVHMVRGAPVS
TTTPTSNTPTSAAVSPPSSSSRTTSPQVTPGPTSQSALPNPWTNAASGAPGLGMGGMGGMGGMGMGVESGMMGSMMQDPN
FAQYMSSMLQNPQVLESMIATNPMLQAMGPEARRMLHSPEFQRMISNPDMLRQVAQMGSVGMESPPGVASGAGGMFSPWG
STPTRASTTGTSPPRPSAAFNPFALGNSTGAPHPMANLWPQYMASVNSGTGVVQPQPQPQQQPQPPEQRFQVQLQQLNEM
GFWDAAKNVQALLATGGNVNGAIELLFSGAI*                                                
>Mver_MVEG_02456                                                                
MQYFVKSLTGKTLTVNVQASDSVATVKALLQEREGVAASVQRLSFNGQTLSSDTLLATVPAMATLDMNVDLLGGGKKRKK
KTYTTPKKIKHKKRKVKLAVLKFYQVDSNGKITRLRRECPSETCGAGVFMAWHHDRQYCGRCGLTYVFKKEGETA*    
>Mver_MVEG_03834                                                                
MATVEESLFISQFLAAFAGSPTQYPADYIAPGLAPNWTSKRATFERPAKPSKADAVQGDIQVTIKSLKTGQWTVDVSAQG
TIADLKEALQKKAGIDVNAQRLVLKGKALVDNKPLEEYGLTAGSVVHLFAKAGASITPSATTSTTSSEPAPSPSPALSDS
TAETPSSGTATPLKKPVVTTYRGLSEAGTEIARDAEFWYWLNDQLKERLGSKEDASAMLKGFLGQYRDLVGNSSTKEIES
EIRK*                                                                           
>Mver_MVEG_04227                                                                
MIEVVCNDRLGKKVRVKCNGDDTVGDLKKLIAAQTGTNWEKIVLKKWYNIYKDHITLDDYEIHDGMNIELYYN*      
>Mver_MVEG_04749                                                                
MLIKVKTLTGKEIEIDIERNDKITRIKERVEEKEGIPPAQQRLIFGGKQMADDRQASEYNIEGGSVLHLVLALRGGC*  
>Mver_MVEG_05377                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ*              
>Mver_MVEG_05997                                                                
MVKVNFRLFEQSVKTVTIEVPSRNTTVGQMRTALGTKISTPPERLRLLYGGKQLEDSPTLFHYDIKNSDIVLVQIRLELP



SQEPLATLTPPDSAPNTPPEEPIALEAAAAPEATTKSTTNIPDDEQSSYVFCMKCKNVDTKKCKDCGCRVCGGKEDEDNT
LACDDCQFYFHMKCLSPPLETVPEGDWYCNDCYRDPNRIVGPGQQNDFANSKKAKMPSASQTKDWGRGNACAGLTRKCTI
VESTHRGPIPGVPVGSSWLYRLGAAEAGVHRPPVSGIAGTAKNGAVSIVLAGGYPEDSDDGLEFTYTGAGGRDLKEGNKR
VGQQTKAQELTGSNEALARTCDCEFTGKNGTAKDWRKSKPVRVIRSAKLKKHNPTFAPDQGNRYDGIYKVVKYWLGEGEA
GLPVWRYYMRRDDPAPAPWTPEGKDMIKKLRLVMHDPSKTDEENRVGHPGYMIPRDLLALIKKDTGNDRSWEIVRKTPFY
SYGELIRFVIEEMFACSICSSKVQQPVTTHCTHTFCQGCLKGHIKNVGENCPTCRASIEGRTLGVNTQLQAVFDRMLISD
GLGGSAVASLASESSESSYSDSPPNGNGKGKSKASAKGKGKKRGLGSTDDQDEPATRRPKK*                  
>Mver_MVEG_06517                                                                
MAEQTSSSSSSTPSASSTDPITLRITTLDTRILSVSVPLQETVLQLKERLAVLLQVPSPRQRLIFQGRLLRDEDRLNDYA
LRDGHTIHLVTRPADAPVNPNNDVPRPNTTNTTSTTTGAGPVDYQFHIIDGMESQLLMHALAGHLPMLTGLNGLNPRVTF
GTAVIQGPGASATRPRTSTSRRGQGLPHLESIRAEMRRVSAQLRNVETILRRSEDEQDEVTLESLEVASAPETGDAAFDG
DSTDLSSMSNMLTVLSDTSRMMARSLEALADEYNQSRNLDQPSARQILQRMSLRAARAMHRLASVQNTVFPMLANANFTG
ARPGPVLYRFQPTSGRRSSTAQRPSQTTQQRPASGSSTTSTTTSTTASSRPHQFPSMASDAGRAGTRTHTFHFGPFSASR
QPRPPTSSTNTTTAASSTSSASSTSAPSGSRETTLPSIFRPIGTFPMTGGFHVVNLEDFQAAMGLGLGLGLRPPSRSTVN
NPAPGSTPTATSSTAPTSATTRSDSLTSRSRPRDIDDLLQEGDSRASQRRRVDLDDLVDPSSAIYNRGARASASQAQPST
SSNSRRPVAESSSPASSPSPSSPSLPGSSSNASTTPAATPAYNLGRIGVFISAILRMVDQPREDGSPRTLADVICNDPES
MSTPLQELVRNVAESITVRETRSIVEGYPAPLRNIHSTLSTFIREQALMGQQLTESNLEAVAVMFSESIMNAVHVEEFLE
TLSPRASIPISAADIRRISLDVLREHFRRLIYLVVAAPAGRESTWPTFARDLILWIRDVVGAWRVAFYSLYPERDQAEAQ
RIATHVVGSAIHANGRRWVELSNRATNTLVNVLCANIVPRRRGEEQSGGLVGGAWPLMATGPGPRSSRSAACMAPSLLGS
TAPPAPLGPTTSSAPSSSSSSSSSTTTRPSSSTASISTASSGGRLPNMEGFNMNDLLGMSAEEAYQSLQQLWFPSRASSS
SSWEQPSRSTSSSAPAPAPSTTTTGESSDAASSNRKTTVEDEGEDGEI*                               
>Mver_MVEG_06699                                                                
MDDSENTPQQAIVLTIRPSTGSTFTTAISTDSTVLQLKEKLATPELPAASIRLVYSGRILKDDDQLSFYSIQEGHTIHMV
KSASNRASEQAVQTVRPLNNNSANSLGGPEGFDEQNMLSTLLDNPAIRDMMANPEVVRRMMMSNPQTREVMENNPEVAQM
LNDPSFLRQSLDMARNPKLMKQALRNNDRALSNLEMIPGGFNHLRRMYRSVQEPMEASRSAPQPSTDDLNERFAAQLNAD
TRPNAGALNTTALPNPWAPRPQAARANSLFPGMPGMGMGGNSGSMGAFNPFAALGGAPGSTPSGSGSGGAGPPNPFAALM
GQRAGATGAPNPFGLPSTGDGLGMPPMGNNPEMFQQMMQFNQMMRQMQQQQQTPGQGGPGLPPSMFSNMLGSPFAMDTFG
ANATSTAPSTTTPAAPVQPPEQRFETQLASLRDMGFSDQSRNIRALLASGGDVTSAIEFLLRM*                
>Mver_MVEG_07197                                                                
MQITVKTLKQEAFQVEVEESDKVVTIKEKIEKSHGHPVASQKLIFSGKILVDENPVSQYNITEKDFLVVMVAKPKAGASS
SKPASTPSTSTPLPATAPAPTPAPAPAPAPPVTQTAVETPAAPVAAPVNAENPTPAATAEPTSGDSALLTGSSLETAIQG
MMEMGFPRDQCIAAMRASFNNPDRAVEYLMTGIPEHLQAQVSAPAPTPRAPAAAAAAAPASTPAAAPAPATATAPQNLFT
AAAQAAAESRRSATGGAGNTDSLAFLRDQPQFQQIREMVQANPDLLQPLLIQLGQSNPQMLQLINQNQTAFLQLLNEGGE
GEEGAAPAGANHIYVTQEEQAAIQRLESLGFDRQTAVEAFLACDRDEQLAANYLFDHGADDMDDEFL*            
>Mver_MVEG_07261                                                                
MYISVKNFSGNPIVIDIPNKTNTVDMAKNKTQDKDSIPSDIYRLDDCLKSLQNGRTLNFRNVQVNTLSSLVLAPRLLGGC
SRTGISFADMSNLVNIRKLHSSPQHQHSHNHPNRTKNKQVCVFVKALSGSSIPIEIEGSDTVDLLKHKVLDREGIQPEKQ
SLVYIGQTLQSRLSLDDYNIRSDPAIYMVLRLHGGGSRTGHDANVDRFRPARTPKGAEADTLNFE*              
>Mver_MVEG_07262                                                                
MQLFVRTLAGRTVEVQALPSDTIDELKRKIQDKEGIPSDQQRLIFTGKSLQDGYTLSEYNIQKESTLHMVLRLRGGYSLT
GLSFSDVSNPSNVRKVAFTSTAPPGRKAYWGTNLECRCVCTPGYLVICRQDFGSLDVSTASFKCPNCFRSDQLIPVTVGF
VNCKYRFRGTKASGEKSISEWVTVAKADLYQLFDSNPQTVWYRLTIESASL*                            
>Mver_MVEG_07263                                                                
MWKRSIRHSQLLARSRSTSRIQPCPRTVRDQSWARSLESQSIAVRHAWNWTKIKADPKNPFFAKRSTNNSPQTAVILMRN
ADIPMLQIRPPVFMPATSEQVQHTLNILLFMSDFNIEPRPLAFNALACSSTGLIHYIQIANQHLSLILPTYNITNGGRNP
ELIPTLLKTFLESAAYTKIGFGAYEDSLRIQDQYGITCKNILDTHWMAKVMGVGSANVGMLHDVFSDAHDVYIPGNITQL
KQNRGTPGGAGAGSESEQSIDPRRWDWESHGNIELDRELVRCIAQDAFVTLNMHDNIINKKFKYGYQPPWTDPRQATVLA
RDFLLTSLPRGTLLPVRSIQHLLKGPFMSPNINAIDRDAQALALVKSLIDQQDLIADKADTSPFTFRDPSVLGRSVALPG
VRSSESVLANHQSKKTLAAAFDCRIDELRLMQDSDMTRKPDKIQDLECFLGVYDWLEFLPGAELDRIPARSVAKDGSAIT
GGRKEATLMALFLNFGSVATRHKEQPARMKQWVAQRIERLVQQGALLRKEGVIRIEPRFLRRLKRIETQEDRQRGGEERL
RSKALPPTLDVLKRKIQAIESILPEKQRFIFDVKQLKEGRKLSDYIIGLECTVYLVLRMCGGDIPIRRCVGLIQCSQA* 
>Mver_MVEG_07723                                                                
MPPLGRKTDKQWRFVGQTVNHIDELMPAHIRSAFGLCADLQERNIDDATPERVKNNDVNLFPYCYNIYKDPEGKREPSKA
TGCSAARCKDNPHCLNYMGQDQWEREDAVVRYLSLADDKPNPETAKRTEGKPAGMKNLGATCYANSLLQVWFHDPEFRKS
IYNSEFESSGDKSMNALYQLQLLFSFLDRGIRDIYNPLALVNSLKLDISMQQDAQEFCNLFMARIDSQLQKQKSEILQNF
IKNQFQGRYSYHTTCKNCKNTSTRDCNFFELMLNIKNHCTLMDCLDEFVEAEDLSGNDRYSCSKCSSLQDAVREIKIEQM
PEVLNVQLMRFIYDNITWTKKKSKDMIRFPELIDFASLLRSKEPVLYELTAVLVHSGPSAHSGHFLAHVLDKRSNKWFVL
NDEEVAEFSSTLFDPEEYSDMSAASKGKNASKTTMVSGADDGTRQLNTLSSRNAYMLTYTRRRTPTHESQPLSPPSETMN
LVSQDNTAFELDLKDYSERYYVPIECLAKQIALAPPSTETSTGAKGSGPVIDTTSLCCEHHKLSPVHVSRAKRISESAKQ
ILDSRHVTISPLLTPNDICEECVGVYVQDKLYGIHHRRDVDEFEKRSKGARSPMAAWISKLWLNDWLKVSPHLHPPHGSN
SEDPSPVAQPFLGDALCPHSNLAGDKTKRKLINKSALEVLTRIFGLLELPCADAEECPQCLYELQRHLESQKDVTSRAAS
EKIELSGLAMRSGHPPLMKDNEQYYILSDKFLRQWLDYIKKPLQKERPTEIVNNVLLCEHGGFLFNPDDTTDAQNTDDYS



VVTAEEWAYLQAIYGGGPEISIMHRQLAFSESDPQESKHGTESSPGVCQECRSKRVLDYESAPLFIRIYAPGDAIVGEEA
TESANAPAPDIDHLSIAESSSKSSKRKKAAPKSDSYGSRRSKRAKPEKDPFKQVVVHVGKSDTVRDLKLKIMQKTRIVPI
YQKLLFGQRELDNNEATMAGLEILPSSVLNLIAFDQSMENLHLSSLEDFVPLPGDVGGFGGTGLVDDEDEWA*       
>Mver_MVEG_08008                                                                
MSNPPPLPSAISNLKSDEPETPSEDAPVGFIYPPPYIREIADKTAAFVSGSGTGAQLEERLRQSEKNNAKFSFLNPTDPF
HAYYQFKVQEAKSGNAPKAAEIKAEVEAKVEEAIKPPPEEPPQLEFMTPMPSVSAQDLEIMKLTAQFVARNGRQFMVSLA
QKEARNYQFDFLRPNHSLFNYFSKLVEQYTKVLVPTPAMLEQIGARAKNKFEVQDIVMKRVEYSAYQQELRKKRDEKADA
ERMAFLMINWQDFVVVETIEFTEADDALDLPLPKSLKDLENMSLAQKRMVQVLAESEHAAEDVPQDIEIDDDNDSVDMEG
SDDEMEMAQDEVRNVNEIVMTAPTASAPMKIKEDYVPKAFKGRTNAALEEPTQICPRCGEKVKVSEMDEHVRVELLDPRF
KELREIADAKTKASNMVSDGTDVARNLNMLKAHRTDIFSEEEQTRNAEEERKRQKEREANVWDGQATTVASTAQRNAAAA
AAAAASAGAASYGQPPNNVEAIGPQVGQSGLSQPPLYRQPGTYNQTYRMHPGAAPPGASSMSPSMAPPGMAPPGMVPPGM
APGMPASGYYSPASAPGLPQPPASAHLPPRPMSSFPPGSTPGSGSPMTPGSMMPAQTPPVGRHPEDDMGDRDSKRFKSEH
NSPLPPQSQAFGGPGGSTWITLDIQFADSDIKPEWNRDKLSTLPIENLVISTRISTVKDRILAATGFPVGKQKLILPDGT
VAKNQSTLGEYGFRIGQRGELQLAVKK*                                                    
>Mver_MVEG_08390                                                                
MEEAHATESLIVNISSPSHAPHRFAVKVSRQTTIHELKELIVTRLDTKPAVVSAADQRLIFGGRILNDKDTLNHIFDKVE
DNDAPTIHLMVSHKFIPSAPVSPEVRLRRTSSTSTPTAPSSTPSAATTTSTTGATSGTNLNAQNSFSAMPSESQHYYDPN
TTHSNMYMPMSPLHQPYQYVLVNGMPYLMPASLSLLHLQHIHMHNHGTFVTAQDGAPLYHIPTYMDPAQHQANIAAAIAA
AVNTNRPIDVVPPLNAQEIAARDQRRAASLWLIMKLAFAVYLFSQNGSLERVVLLHIAALIIFLHQTGRLRIVRRIVPQP
GQAPDGAPGANLNNNNAFINAGPQDTPGDTQPTTTSITTTNTTMASSSSGPSEGSSSSEASTLDHSSSGTSHQETDTLTR
EASSSSSSNPSPLDNQQQDQPLPARVSPWRNIEHALLTFVTSLVPAPPPEIDPAVAAAAAGERM*               
>Mver_MVEG_08671                                                                
MISNSSASNNTLVPDSDAATTTATADALLKAKATAAQSQSLKSDADMEIESLEQQPTPPPHNPSSSSPGTPLASSGPSHH
TGAASEPAPPSSSSIKEDSSIVPQKHQSESKQAIALTAQWNGKKLPFDIDMESTIGELKNKLMELTNVEPKRQKLMLVKG
KLPEDHVVLSTLSLKNNQTFLMMGTPEAKVIKAPEVMPDVLNDLEEDYTPDDEAFANDAQNQRSLKSTISKCDINIMNPL
RPGKKLLVLDLDYTLIDCKALNSHMFDIMRPGLHDFLTVCYEHYDIVIWSQTSWRALEAKITTIGLLDHINYKIAFVMDI
STMFSVLSQRDGKPFKHQVKALDIIWQKFPQFSARNTIHVDDLSRNFAMNPKSGLKIGAFKNGSVSRHTDKELVHLAKYL
VEITKSSDFKELDHKNWKSHRKLTR*                                                      
>Mver_MVEG_09887                                                                
MSEPISINVKASNDQKYVISIKTTETVLDFKKLIAEKCDTPADRMRLIYSGRVLKDADTLDSYKIAEGHTVHMVRGAAPA
AAASTPAASTTPATTAAITTPAATTPATATTAPADPFGTGALPNPWANMMGGGMGGGMGGMGGMGGMGGNMDPAMMNAMM
QDPNFAQYMSSMLQNPQVLDSMIAMNPTLAAMGPEVRQMLQSPQFQQMIANPEMLRQVAQMSSQMGGMGGMGGMGAYGGA
GNMYNPWGSAPAVTGASPATTTPATTAPESTPTSGAAPTPAFNPFAAFGGAPAAPAGGVNPMASYWAQQMAAMGAGAGIG
ATPAQPTQPPEERFQVQLQQLNEMGFWDAAKNIRALLAAGGNVNGAIELLFSGSI*                        
>Mver_MVEG_09918                                                                
MQFFVKSLTGKTLTVNVQAGDSISNVKSMIQEREGVAAAAQRLSFNGKTLSSETLLATIPAMATLDMNVDLLGGGKKRKK
KTYTTPKKIKHKKRKVKLAVLKFYQVDGNGKITRLRRECPSETCGAGVFMAWHHDRQYCGRCGLTYVFKKEGETA*    
>Mver_MVEG_09981                                                                
MVIVNVKWGREKHSYEFEERILADIRLGELRKKCHDRTGVPMGGLTLIYGGATMKDDNAPLSCFGIKPNGQITMMGTKPS
KDDVQVLTTHGDPEEYSLILKIQTSLQKAQALVAEHVPRYEQAVAKYIQSNPPPYYLAAMPPARKQLMDAHSLLSETLLQ
SLLVFDGVVCKQDFEVARATRREAVKETQKWLDAIDELNAKVKECDKVVSK*                            
>Pbla_Phybl2_129350                                                             
MQIFVKSLEGNTLVIGTTASSSVADVKAMIQAREGIPADAQLLSFAGKPLVNENALSLYGVQDDSTLHLNCELLGGAKKR
KKKTYTTPKKIKHKRKKVKMAILKFYKVDQSGKITRLRRECPSATCGAGVFMAWHSDRQYCGKCHLTYVFQKEEK*    
>Pbla_Phybl2_129484                                                             
MQIFVKTLTGKTITLEVESSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDSID
NVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGL*                          
>Pbla_Phybl2_129669                                                             
MQLFVKSLAGNTLALEATPATSVENVKAMIAAREGIDAGFQCLSFAGKSLQDSQALELYGIQDNSTIHLNCELLGGAKKR
KKKTYTTPKKIKHKRKKVKMAILKFYKVDQSGKITRLRRECPSATCGAGVFMAWHTDRQYCGKCHLTYVFQKEEA*    
>Pbla_Phybl2_59175                                                              
MDCRRFQTQFLFLWRAFTATLASIVGYRKISEKERQTWVVLSWKNHRYDMNFKEFPGGLHEATVKDLKEKCKMMTNVPIA
TMRLQVSGANIKDNTSSLTSVGIHANAVVMLNGEEASEEDVQQVASGNAEEYGLIVRISSVLDKLVKGSDDQISSWEENV
ATAATEKPDEEGIKKLHDMGNYLSEKLLQALITLDGVECPSEFDTARQRRREGVRLTQQYLDRIDKTRLAIRGLSQ*   
>Pbla_Phybl2_75840                                                              
MVEESQFIQNYLGALSSRSVRFGEDFNPRAILHLRLKRKPDNSPKIEPEPKVAKTTADETREETIQVTIKIVKPASQFII
ARLSPDDTISTLKKRIYQQQSAYPVGRQRLLIRGKVLADNKKLSDYNVANETIIHLMLSAAPKAVVEDVPITGRFGVSLA



TEQAIDSPDFWSALEATVASKVSAQDTPLIMDKLKRALA*                                        
>Pbla_Phybl2_107936                                                             
LIELEVNDRLGKKVRVKCSPSDTVGDFKKLVAAQIGTEPQKIVLKKWYKEFKDHITLSDYELNNGMNLELYYR*      
>Pbla_Phybl2_9513                                                               
MQIFVKTLTGKTITLEVESSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLK                                                                             
>Pbla_Phybl2_63018                                                              
MSEPTEYYDTIDLHIRWSDRQDLVLSVSPHDTISTVKQKICQMSPHAKGKYIRLIHSGRILEDNNTPSDYGLGKMTSDGS
KSKMTPLPVYIHCSLSDYVPEQTSTKNQPTPNIPVTGFDRLRESGFTEDDIQNIRSQFHRLHGTPIEGDNEEARHLEEQW
MDNTTDTLPDGTLQGTYKEMVWGLMLGFFLGVICLFWFRENVFSRRHQMGIVAGIMINISFGVLHVYY*           
>Pbla_Phybl2_165997                                                             
MTDAQYDSFETIPPNFIKLNIRTQQQDTRSVIIPRNSSVPLLKQKIQNVFDVAIERQRLIFLGRILKDDKNLLDYGTAHP
FDGEAIQLTDTLCPRLRLRQYLSPRQIVMVRFPRITAYESPSMTARNIASSNSLRENTPGWTNPTGRGLPDIASLFQDRE
PPMVRFRRSLRHLQQTLQGMPEPQRVNRRFSLFMPRSVRRSAVTYWPYSRSIEMRLAESISHARNAQSTFNSTTQPSSNN
TTGRRNAFTEDPTFLSDEYVQNPRERARQTAIALRLTVQAMNLAIPNLRHLSDTLQEAGVTSEDVYQQFTERVQTSTGLY
ELSLSNQCLSYVLANIELAESNNRVFERDGLNASAHTTSHPTVHEPELESNKTHTEQPSDTLLEAERPGGSPSTHNSSHA
LPSAAKGLKRKREDDSIDETFNKRRISDNGEGSTQQDKGKDLYTAC*                                 
>Pbla_Phybl2_186251                                                             
MPQKHLLDSVLVNINSNDGNELIIRVSPVHDNILSIKNLLRRTLPNITHKNIRLIHNGRLLDDNYTLADYGLGTISTVYF
LCSLSEFSESSTQFKDSDEESEGQEERGLDRLRKSGYNAEEIRSIRMEFHRTHRTEYNGETTEHQRQLEDAWMESTGETL
PGGTVYQILCGLILGFFLGLLCLFWLREPVFTRKHRMGKGIFKSFPKTNRLLIF*                         
>Pbla_Phybl2_132390                                                             
MLIKVKTLTGKEIEIDIEPNDKISRIKERVEEKEGIPPQQQRLIYTGKQMADDVTAKEYQIVGGSVLHLVLALRGGY*  
>Pbla_Phybl2_76144                                                              
MAPLTIELKWSSKRFTFQFEDENELEKTTVRELKAKCQKVTEVKSDFIKLLANGAVMRNDEMTLADYNIRDRAKVMMMGS
LQKNKKESHEQEVLIKLQSIRPKIGRALAALEDYQLTVEGYLVKAERDVKKTERLLYHGRGLGEELMQILMQLDTLLCES
LSQAIRQERKDNVNTVQGLLDRLDNIKRKL*                                                 
>Pbla_Phybl2_146327                                                             
MPILENTVSDASMLTVQIRSPALQETLSLRIERDASVHSLKMHIQDVHPQKPMASEQRIIHSGKLLNDSDFLRDVLAKTD
ANTIPTFHLVVKSSLSTSSHKPPPIDESQSTLEQNDAPHYSGIPSVAPATLPLHTQTSFTGLPPLIPGGYQVVAINGQYY
LAPVLVPATTFPTHPTWAQPSTGYGQPMYHNASQPRPQVQPAVQPQPNPAAPGPAEDQRAVARNRIVIRNTTSIWLALKL
IFILFIVCQGASLERIVFFHIIAFGFFLYQTGRLRFVVQRVRAEDPAANRRAVPVQPRQQNGGVPSPRAPTTEEPTDSQP
VLPEEPMSSVEIFKRCAYLFMVSLWPDYDHDPNAAQAFENAM*                                     
>Pbla_Phybl2_187590                                                             
MSETHNDAKRSNSRTSSTLPDAHHQVNVMALQIKSLEQRTHAVTVPRNASVLHLKSEIETVFAVDTGRQRLIFQGKVLKD
DKQLADYANLDDGKVIHLVVRPVDAPQNPMNDEPRSQSSRRAFSRGLPRNLPPLSSRFPMMEGYTLITVDTSMGDMSEAS
SLISSVMSGISGIGPGYTGRSRPTTTNTATGGGANTTGGDHAGNRASAESRSGISSLNRWPFAFSLGQNPSDLPPASIAG
AFESRTPAGIPFPSSVEVRLVRTMNSIRNVREMLEAPLSEEVPVNPVISNSSHEQTQHIRSRLQSGGNRQAAQVGVVVRE
LAELMELAVPQLNSMADALQEEGEEDNTEANERQFTIYQRTLRTARIVQGMSMIHHLIGSVLGNADIDAQSPQEAAVPEV
STAFSLSPTTEKPSSASHVRKMKRKFETDGVVSSKKHKEEEDEATSEEEKGKGKEKTD*                     
>Pbla_Phybl2_147988                                                             
MSLSFRIGYKSNLIPITLPLNDTVLGLKQHLTSHTDIPPENQKLLWGGKILQNDQQLADLQLSQDSKITLMGSQPRQLKE
AAEIDKKLNERLTLAPRLHKKTIKRTPKTSEDHKYTFHRITTLPEFPNPDQAHKLLERLRDDRGVRAIMKARQWSVGELI
ELTPFEATLLGYNRNSGQLIAIRLRTDDLSGFRHYDSIRKVLLHELTHNVWSAHDDNFHELNRQLNKDVVALDWTAHGGR
SLDNEAYYDPEEREEGTSWESGTYRLGGSRSTPDLSQRELIARAASGRLTKKEEQEMDNGCGSHQG*             
>Pbla_Phybl2_187881                                                             
MPIINVNVKWTGKKFENIELDTDESPELFKSQIYSQTGVPPERQKIMVKGGMLKDTTDLNALGLKNGHTFMMMGTAGELA
KAPAKPTQFLEDMTDAQVAEALEIPAGLENLGNTCYMNATLQCLRVIPELQTSLNKYQGGVSGVDNRGNLTASLRDLFKD
LTKASDGFPPLVFWQMLCQAFPQFSQTGPGGAPMQQDAEECWSEMVSILKAKLPADQETGRNFIEQRMTGEMRTELRCPE
APEENTVSTESFTKLSCHISITTNYMVNGILESLKEEIEKTSPTLNRTAKYERVSRVSRLPQYLPIQFIRFFWKPSERVR
AKILRKVKYPLEFDASELCTPELQGKFSKAKLKLKDLEEKNVAKKRDEKRRKIDIDVSGGAESSAAAAAAAAVASSSSSS
ASGSSSAAAVPAAEEKIDWSEYIDPELLKDVGCNPTGQYELCAVLTHVGRSADSGHYIAWVKKAEDEWFKFDDEKVSMVR
DADIQKLDGGGDWHTAYIVLYRAKQLE*                                                    
>Pbla_Phybl2_79855                                                              
MTNSITVKWGKRHFKIEFDDYEQQLEDTTVGDLKQRCHRLTGINTTEISLSAYGAVMNNDKLPLGAYSIRPGSKVIMKVH
KKPSDTLPDPIAPISSNEAATLAKLQAIQTRLSSQLIPDINAYEERVKAFGVQSGDEKAKKKLLEHGIYLGEQLMQILFQ
LDGVMIEPGFETARQARKNGVKTAQTLLDRLDGIKGSTKNFV*                                     
>Pbla_Phybl2_39921                                                              
MQIFVKTLTGKTITLEVESSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGVSRKQRCA
FGSCSDKPVKIIGDCRYCQSKFCARHRLPEAHVCVNLLSCKQAAHERNSMKLLSERCVASKV*                 
>Pbla_Phybl2_156362                                                             



MQLFVKSLAGNTLALDVTSSTSVESVKAMIAAREGIDAGFQCLSFAGKSLQDSQALELYGVQDNSTLHLNCELLGGAKKR
KKKTYTTPKKIKHKRKKVKMAILKFYKVDQSGKITRLRRECPSATCGAGVFMAWHTDRQYCGKCHLTYVFQKA*      
>Pbla_Phybl2_127808                                                             
MSTININVKTSSDGKFVIAIDTTKTVEELKKAIEEKTEVPVERQRLIYSGRVLKDDTTLETYKIADGNTVHMVKGAQPKT
TNSSSPSGAANQNSSTQSATNTSSNTANSTTNSSSSPPPPPVGSIFGQTAPNAVPGGIGSGMANPFAAFGGGFGGGSPQP
GADGAAANPFSMFGSGFGAGGMGNSFGAPDPNMMNQMLQNPMFAQYMSTVLQNPAVLDSIIATNPQLSNMGPEVRNMMQS
PEFRQMVSNPDMIRQMATMATAFQGMGGAGGPQQQQQQQQSVPNPFAGFGNGPAIDPQIQQQMASLFMGGAGAGAGAGAR
FGGFGGNGGGGGLAADNRSPEERYQVQLQQLNEMGFWDAAKNIRALQAAGGNVNAAIEMLFDGNV*              
>Pbla_Phybl2_70151                                                              
MDFVNSFFGNNKSTPKPQSTQQQQRIVLTWKQNNYDIPLTHLPRYFHEVTVGDLKEISKKKTGIPVAAMRLIASGAYMKD
DTATISSCGIQPGSIVIIEGERPNEEQVRQTASGNPEEYGLIIRINKVLDKIGLELIHEVDMFEAIIASLEYFEDEHEKK
RLYDQGSLLSEQLMQGLITLDGVDCPSQFDTARQRRREGVRISQELLDRVDCSKTAFKLLCIKPSL*             
>Mcir_Mucci2_157901                                                             
MKIWDMQLDQTECVHHFFDKRFVYRAYRPSYFAISTIYEIFYLVLLFWKVFIVSLKSVFGYHKTSKREIRTTVVLEWENK
KLQLNFKEFSKGFDQATVRDLKEKCKLLTNVPIATMKLQVSGANLKDDNATLSSVGVHTNSVITLNGELVDESVVKQTAS
GNPEEYGLMVRIAKIVDTLSDGTVDQIAEFEDMISASSGKKLGESDKKKLQDKGIYLSEKIMQGLISLDGVECPSSFETA
RQRRRDGVKLSQKLLERVDKSRAVVRELCKK*                                                
>Mcir_Mucci2_159051                                                             
MISFEVKWGTKKFDIELTQEAFDTMTVSDLKSKCQQLTEVEPQFMKLIVKGAILKEDTQLIKDTKIGQGSKIMLMGGSKT
HISVAKTPPKADAPIATRLQWTRNLRESVLRPDIKRYEKQVNEHLAQASPELKQTNQLINYGNYMHEKLMHILQQLDTMP
EVNDKERIERKANVKDTEALLDVIEGIKAKLINITK*                                           
>Mcir_Mucci2_159613                                                             
MSASLEIKWNGKRFPVEFSSVKELEQTTVKELKQICERITGVNPRDMKINAFGALMNNDDMPLSVYGLRPGCYVTLKVTK
HKKPASQEEKPHHHHGNHHHKEAPSNKQTQRAPPPLPNRSTPTAFAPAQAQPAQPAAQQAPTASSPELQGEALLLNQLQK
IQDKIDKDITPQVRKYEKTVKEFLNQPSKTDKEKKKQIYMGAYLGEQLMHVLFDLDGFACGPNNLNARQARKEATLLMKS
NLSSRM*                                                                         
>Mcir_Mucci2_155255                                                             
MAIEDLKALLEAESGVPPQSQHLFFSGKELNEAKKTLEEYGVGENEIIHMQQLASQQQGQASASGGSNFDLMRQHVLRDP
RLLQQLESTNPELAHAARNDPARFSAMVQQIEQTRRSAEVQKSQLAALNDDPFDVEAQKRIEDAIRQENIAANLEAAMEY
NPESFARVTRLYINVEINNKHLVALVDSGAQSTVISPE                                          
>Mcir_Mucci2_108713                                                             
MSNDRINFKVTFKSQTIPFDQWETSSTVGQIKQHLHDTTSLPQDSQKLLWKGRILKDDTTSLSQVGIQDNSKLMLMGSLP
TQVQQVNQLDQKIQEQRKIAPLIRQQKKKQAQRKGPDPNANYTFHKISVIPEFPHPEKARQLLERLRDDRGIRAIMAARK
WSVGELIELTPFEATILGYNRNAGQLIALRLRTDDLSGFRHYDSVRKVLLHELTHNVWGDHDDNFHALNRQLNKDVVNLD
WTAHGAKSLGGGDYYTPEDQDDDEDAYGSDVLYESGTYRLGAGAKSEPSQAMTPEQRRQRLATAALSRLTKKEEQEMDEG
CGSSAQHPVK*                                                                     
>Mcir_Mucci2_162137                                                             
MPKLNVTIKWSGKKFENLELDTDESAELFKTQIYSQTGVPPERQKIMVKGGILKDDTDLNKLGLKDGHSFMMMGTAGELP
KPPPKPVQFLEDMTDAEVAEALDIPPGLENLGNTCYMNATLQCMRAMPELQTSLEKYQGGLNGVDNRGNLVASLRDLFVN
LNKVSDGFPPLVFWQMLRQSFPQFSQTGQGGVPMQQDAEECWSELVSVLKAKLPKDESEQNFIERYMTGQLQTETTCEEA
PEEDKVVSTDSFNKLSCHISISINYMINGILESLNEELEKTSPTLNRTAKYIRKSRVSRLPQYLPIQFVRFFWKPQEQVK
AKILRKVKFPLEFDATEICTPELQNKFTKAKLKIKQVEDKKIAKERDEKRRKMNNDISAASSSTAAASTTTGETDASKSD
PMDTDEAKVDWTEYLDPELIKDVGCNPTGQYELAAVLTHVGRSADSGHYIAWVKKGPNEWHKFDDDKVSVLQDADIERLD
GGGDWHTAYIVLYKAKKLD*                                                            
>Mcir_Mucci2_155946                                                             
MTINVNIKSSSDKKFVIAIDTDKTVLDLKNAIAEQTEVPADRQRLIYSGRVLKDPDTLADCKVADGNTIHMVKGGGPKAA
PAATTAPTAAAAASPATANPATPTNNSQTTQAPNANPFGGFAGMPADSQSNPFNMFGSGFGAGAMGNSFGAMDPNMTNQM
LQNPMFAQYMSNVLQNPAVLDSIIQTNPQLSGMGPEIRNMMQSPEFRQMLSNPDMIRQMATMASAMQGANGGGAPGFGAG
AGAANPFAAMMSPPATGSPTTNDQQSQQQQNPFAGFGNVPPVDPQLQQRMAALFGNPTTPSPADTRSPEERFQVQLQQLN
EMGFWDAAKNIRALTATGGNVNAAIEMLFSGNI*                                              
>Mcir_Mucci2_156018                                                             
MQVFVKSLQGNTLALDVSSNSSVAVVKSMIQEREGLSADAQLLSFAGKPLVDGELSAYGIGNNNTLNLNAELLGGGKKRK
KKTYTTPKKIKHKRTKVKLAILKMYKVDESGKITRLRRECPNATCGAGVFMAKHKDRQYCGKCHLTYVFQKDESA*    
>Mcir_Mucci2_110697                                                             
MMNPKIYVHLGLFVFSASVLNVVLYHVPFSLFTYHPLLILIALVACTEGTALIQAASVVSAEKRTLHIVLQSIGFTAMVS
GFSVIYDNKSRNNKPHFTTLHGQLGALTVAFMSLQLMMGCLMVYVPQLFGGVARAKMMYRYHRILGYILLALVWITALCG
SMTPFLVPSSIEPVLNWFSIATNFFGLNKRPASSTSSSTKTNNSSRSHHKQMRDSFVLAYDNRYYDIHFRDVRGGMRQAT
VAELKERCKTMTGVTIATMKLKVSGAFIKDDTATLTSSGIHDGCIVYVMGDRANNEQLRQTASGNPEEVGYMIRISKVMD
KIEGSKDKIEEFDIRVVSMLDGEQNDTMRKETEDLGIYLSELLMQSLIALDGVDCPSEFVTARANRRQGVKHCQELMDRV
DQARAALKQQQNKQKL*                                                               
>Mcir_Mucci2_156286                                                             
MGALQITIKTLQQKQFKLDVDTSDSILSVKEKIEQSQGHPVAQQKLIFSGKILVDDKKVEEYNISEKDFLVVMVSKPKAT



TSAASTPKAATPAETKPQEAAAPAAAAAAPAAAAPVATPEAPAATAEAPSAQPENMDTSLVTGSQLDSVIQNLMEMGFER
EQCVRALRASFNNPDRAVEYLFNGIPQHILDEMNANQQAQQEAQQEPAAAAAAAGATSPSAAQATSPTTDNASGAPLNLF
AAAQQQAQQQQ                                                                     
>Mcir_Mucci2_156420                                                             
MQLFVKSLAGNTLALEVTSSTSVEQVKSMIAAREGIDADFQCLSFAGKSLQDAEALALYGVQDNSTLHLNAELLGGGKKR
KKKTYTTPKKIKHKRTKVKMAILKMYKVDESGKITRLRRECPNATCGAGVFMAKHKDRQYCGKCHLTYVFQKDQEA*   
>Mcir_Mucci2_111423                                                             
MSAMEIDQHAPNGTPSTDEPVVTGIIYPPPDIRSMIELFVNMTVFVTIPLEMIDKAAANLATKGPELENHIRETNKDGRF
NFLNPNDPYYAYYRFKYQEVKDGKAPQANANAQDRVQEPVKLQPVSLAPKEPEPFEFSATMPSISAQDLDIMKLTAQFAA
RNGRAFISQLGQRESRNYQFDFLRPSHSLFPYFTELVKQYTKVFLPPRDLQEKLQANKDNKYHILERVKERVEWVAWQEA
EKKKKNDEDEKERLAYASIDWHDFVVVETVEFTDADEQAELPPPMSLSELENMSLAQKRLAAMPTEALSQQQTPAEPEDV
DMDESDDETSGQPAASTAATLPKLPDTSAPIKIRTDYKPKLYGTTPSKGAVPTELCPRCGEAIPVAEMAEHMRIELLDPK
WKEQKMAMEAKQRDSNLLQEGNDVAKILKNISGLRPDIFGSDEVDANKRIREQEEEAKRKDRVIWDGHTATMGLANQRAQ
KTSIEDQIANMHKKVAGDINIGPQIPGQQQQQQPEYTPLPPPTAFSAPQYYTPDQQQAFANQVPGGMYNNALPLHPPPPP
PVMMPQPPITPAVRKLDESDAGAEKKPRLEEPEWQAPPDPSFSVTIQTPTMPDKPEWNLNGGTISVPGLLPNTLISTVKD
RIASQLGMPAGKQKLSNANTVLNNSKTLSFYGIGEGHSLVLEVRKR*                                 
>Mcir_Mucci2_111742                                                             
MLVKVKTLTGKEIEIDIEPNDKISRIKERVEEKEGIPPPQQRLIYSGKQMADEMTASQYGIEGGSVLHLVLALRGGQ*  
>Mcir_Mucci2_164423                                                             
MSDITINVRPSTGQIFQISFDPEETTVEGLKVLIGEEMGNLDPSSLKLVFSGRILKNEDTATECKITAGSTVHVVRSGSN
KAPAASSASTSATNTNTTAPTPATPNTTSSARQTSDPIPPIPPTPSPSTLTGLGGNPSAASPFGDMQMPNMDPEVMRQMM
DSPFMQNIMGNTDFVRSIIMSNPQMKALVEQNPELGHVINDPAFLRQSMEMMRNPELMREMQRNNDRALSNIEAIPGGFN
HLRRMYNTFQSPMESALSRGGSSASDEANNQRLARELNVESVPENSLNTQALPNPWAAPANNNNTNRNATTTANNNNTSS
PAAAANPFAALGGAGANGAANPLAALLGGSGGSMFPFGNNEAQPQQPSTQQQQTPFWADPNFIQASLRMQQAMMAGQQNN
TSTTTPNTTNANNQQQNMLQQMMMGFPAGGFGGYNGLSDFQSPQQQQQQQQQQPSEPPEVRFRDQLAQLEEMGFSEKSSN
VRALLATGGNVQAAIEYLLSM*                                                          
>Mcir_Mucci2_156757                                                             
MQIFVKTLTGKTITLEVESSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRSLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRSLSDYNIQKESTLHLVLRLRGGGNMSGDST
ATTTSDEKPAPRKKSRCAYSSCSDKVVKIIGDCRYCQHKFCSRHRLPEDHVCENLMSCRQAAHERNSIKLLSERCVASKV
*                                                                               
>Mcir_Mucci2_40964                                                              
MQIIIQTPTGKQIMALDVDPSKSIQSIKQKIQEREGIITDQQHLFYQDKALQQDDHSLQDYAIQTNSVLHLKIDLKIYLH
LANSKMHSFVIDPAEKIGAMKQKIEQELKIPVQKQRILHRGLDMAGDYPLSYYPMDRITVPPLLFLFRTLLLTRMLIYVN
TVLGTSITINAETVGCIADVKQKIGNKQDIPKDLQNLISLNHEQPLEDDFLVSELFGSKTCVELYLKVDFYIFAMTIDSR
TIRYKVSPTQPIINVKRTILSRYGDLSSGFALIYKGRRLEDHLSLWDYNICSGDTIHLRLQIIG*               
>Mcir_Mucci2_18304                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRSLSDYNIQKESTLHLVLRLRGG    
>Mcir_Mucci2_157149                                                             
MQSAQTELDFINLYLESLSSKSVRYGEDYMSRTLPSPLRIKRVPVAPVDIEEKAPAAPTTPAHNTSTNSDKIQVTIKVLK
PSSQFTIGGLSLSDTVHQLKQRIYQQQSSLAVNRQRLLIKGKVLADQKTLAELSIQPDAVIHLMVTAASTASSSTSPASS
SSPNVASTTSSTTTTGRFGISAQAEQKLSSPEFWSALEKTLVDQVGEADAKLLLSQVKASLTA*                
>Mcir_Mucci2_181198                                                             
MQLFVKSLAGNTLALEVAPSTSVENVKAMIAAREGIDADFQCLSFAGKSLQDAEALALYGVQDNSTLHLNAELLGGGKKR
KKKTYTTPKKIKHKRTKVKMAILKMYKVDESGKITRLRRECPNATCGAGVFMAKHKDRQYCGKCHLTYVFQKDQEA*   
>Mcir_Mucci2_157563                                                             
MQIFVKTLTGKTITLEVESSDSIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRSLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDSIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRSLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDSIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRSLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDSIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRSLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDSIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRSLSDYNIQKESTLHLVLRLRGGQ*                  
>Rory_158                                                                       
MQIFVKTLTGKTITLEVESSDSIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDSIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDSIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGF*          
>Rory_746                                                                       
MNQDGYYDNIDLHIRWSDRQDLVLNVEPDELISSIKEKIHHSAGHTNRKYIRLIHNGKVLQDEQTLKSYGIGKITVVNSK
AKLEPPSPVYIHCSLSDYIPQSPIASYNSQPQIIPPTGFDRLRESGFTEEDIQNIRAQFHRLHGTAFDETDETSEEARNL
EEQWMDNTGETLPDGSKVYICAS*                                                        
>Rory_1333                                                                      
MQLFVKSLAGNTLAFEVAPSASVENVKAMIAAREGIDASFQCLSFAGKSLQDSQSISMYGVQDNSTLHLNAELLGGGKKR
KKKTYTTPKKIKHKRKKVKMAILKYYKVDESGKITRLRRECPNATCGAGVFMAKHKDRQYCGKCHLTYVFQKDQQA*   



>Rory_1406                                                                      
MSNNAIDNQSSDIGIEKIALQIKTLEQRTTSVTLPRNASVLQLKHEIQIACDVECNRQRLIFQGRVLKDDKNLTDYANLD
NGKVVHLVIRPADAPHNPLNDDPTTAAANARNARGRPFPYTPGRFPMMEGYAFITLDSTLGELGDNNSLISSVLNGLTSS
NRARSSPTQQQPVTDTPSNNTSSTTNRSTTTSLSSLLRSPFSFSFGQRGSPGEQRPSLASSTLGFPPSVEVRLARTLASM
RNVRTMLNESSNEDITSTLGVSSTTEQLQEIRNRLRNSGGSQLTQVGAALDELADLVAETIPRMRDVAQRMREAPTENDT
GVIRIENCTRNELD*                                                                 
>Rory_2086                                                                      
MAPVSINVRPSTGQVFKVQVDVESTTVFGLKEIIAASMGDVSPNDLKLVFSGRILKNQDNCSDYSNANKHIIFFCILINL
QIEIAEGNTVHVVRSGTNRAPAKQSQQQEQEPIPPIPATPSPANLPGLLNNTSDIMNPFSGGDGMGMPNMDPEVVRQMMD
SPFMQSLLDNPDFIRSMVMNNPQIKAITEQNPEIGHLISDPSFLRQSMEMMRNPELMREMQRNNDRALSNIEAIPGGFNH
LRRMYSTIQEPMESAISPAGSEEANERLARQLNVESVPEQSLNTQALPNPWSQQQANNSDHSSSSNTPRQQQQQQQTMSQ
NPFASLFGSSMPFGQQQQQSPQSNNNNSSNQPPNVPFWADPNFIQATMRMQESLAGGQAQNNLFQQMMMGNNSIFGSQQQ
QTPTEPPEVRFRDQLAQLEEMGFSEKTANVRALLATGGNVEAAIEYLLSN*                             
>Rory_2958                                                                      
MQTATTELDFIHHYLDALSTKSVRYGQDYLTHTSPSPLRIKRQPVIHQETTATNLTSTATTKASDRFQLTIKVLKPSFQF
TIGGLQPTDTILHLKQRIYQQQSAYPVQRQRLLVKGKVLNDQKSLSELSVQEGAVVHLMLTAAPAAPKTGRWGISIESEE
KLSRPEFWEAIEKTLVDQVGESDGKLLLSKVKGSLTA*                                          
>Rory_3070                                                                      
MSVVIKVSWQGKKFPVEYNSVQELKQATVKDLKEYCSRMTGIDSHKINLLAFGAVMNNDNLPLSIYGIHPGCHITLKLKN
SGHKEQGFKDRDHHRRSDKLNETREHIRSKEEEVALERLESIKKKIESDIAPQLKHISCKQDHLDARQTRKETNR*    
>Rory_4671                                                                      
MPKINVNIKWNDTDDSPELFKTQIYSQTGVPPERQKIMVKGGILKDTTDLNKLNLKEGHTFMVMGTAGELPKTPPKPVQF
LEDLTEAEVMEALNIPPGLENLGNTCYMNATLQCLRAMPELQQSLESYQGGLNGADSRGNLVASLRDLFANLSKASDGFP
PLVFWQMLRQSFPQFSQTGQGGIPMQQDAEECWSELVSVLKAKLPHSEDKNFIERYMTGELEAVTECVDAPEEEKTTTVD
SFTKLSCHISINTNYMINGILESLTEEIEKNSPTLNRTAKYRRKHQVSRLPQYLPIQFIRFFWKPQERVRAKILRKVKFP
LDFDATELCTPELQSKFSKAKLKMKEIEDKKVQKAREEKRRKLDGENDGNQSNNMDTLSEEKVDWKEYLDPKLLEDVGCN
PTGQYELCAVLTHVGRSADSGHYIAWVKKNTDEWHKFDDDKVSVLRDADIERLDGGGDWHTAYIVLYRAKKLE*      
>Rory_6068                                                                      
MNDTQPSNVNIEKIALQIKSLEQRTTSITLPRNASVLQLKQEIQIAFDVESNRQRLIFQGRVLKDDKNLTDYDDPTPGTT
NARNARSGTRIFPSISSRFPMMEGYAFITLDSTIGELGDNNSLISSVLNGLTSGGRPRNSTPPTTDSPLSNLASQTNRSA
SPATPSLFRSPFSFSFGHRGSSGEQRSPLASSALGFPPNVEVRLARTLASMRNVRTMLNESSINEGEKANICETFSNV* 
>Rory_7595                                                                      
MLVKVKTLTGKEIEIDIEPSDKISRIKERVEEKEGIPPPQQRLIYSGKQMADEMTASQYGIEGGSVLHLVLALRGGQ*  
>Rory_7628                                                                      
MSEQMGEQTVHMHEEQKVDLAPKKPEEFLFSAPLPAMSAQDLDIIKLTAQFAARNGLGFIGQLMKRESRNYQFDFLHSNH
SLFPYFTQLIEQYTKVLKPSNDILDRLHTNQADKYHILDRVKERVEYVAWQEAEKKKKSDEDEKERIAYASIDWHDFVVV
ETVEFTDADEHADLPPPMSLAELESMSLAQRRLAAMPEPTKEETVSAEEMKVDMDMDDVDMEASDDEMTEQPPAPASVIV
PKIPEVSGPIKIRTDYKPKLMGATANKATVPMQTCPRCGETIPVSEMDEHMRIELLDPKWKEQKMAMEAKHKDSNLLQHG
TDVAKNLKNFSGLRPDIFDADESETLRKFKQQEEEAKKKDKIIWDGHTATMTLANQRAQKSSIEEQIAQMHRGIKAPTDT
IGPQIPGQAYPPAYPQPPMYYPNRTLVNQVPGMYNPGMPGMPMPQPPVGPPPMPMTPAVRKADELGPGAEKKPRTEEPEW
PLTDPNAITLTIQTPSLPDKPEWNLTGAPISITGLLPNTLISTLKDRIASQLGMPAGKQKLSTMGAGTVLNNSKTLAFYG
IMNGAALVLEVRKR*                                                                 
>Rory_8305                                                                      
MQIFVKTLTGKTITLEVESSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLKALASKYNCEKMICRKCYARLPPRATNCRKRKCGHTNQLRPKKKLK*                               
>Rory_8835                                                                      
MQIFVKTLTGKTITLEVESSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGNGLEEQKK
QTRKKTRCAFQSCSEKPVKIIGNCRYCQSNFCARHRLPEDHLCENLTNCKQAAYERNSMKLLSERCVASKV*        
>Rory_9005                                                                      
MSADRQRLIYAGHILKDNDTLLDCKIANGSTVYMAKGAPKGNKNKVV*                                
>Rory_9729                                                                      
MQVFVKSLEGNTITLDVSSNTSIAVVKSLIEEREGLPVNSQCLSYAGKPLIEGELALYGIANNNTLHLNAELLGGGKKRK
KKTYTTPKKIKHKRKKVKMAILKYYKVDESGKITRLRRECPNATCGAGVFMAKHKDRQYCGKCHLTYVFQKGESA*    
>Rory_12057                                                                     
MQIFVKTLTGKTITLEVESSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGNSEEQKKQ
MKKKTRCAFQSCSDKPVKIIGDCRYCQSKFCARHRLPEDHLCENLTSCRQAAHERNSIKLLSERCVASKV*         
>Rory_12241                                                                     
MSTIRVNVKASGDKKFVVSIEPEKTILDFKQMIAEQTDVPADRQRLIYSGRVLKDNDTLLDLVFAIVSSATNPTTTTTTT
STTSPTTTPNVTNTTTSVPNTQSIPNNPFAGLAGMPADSQSNPFNMFGAGFGAGGMGNSFGALDPAMANQMLQNPMFAQY
MSSVLQNPAVLDSIIQTNPQLASMGPEIRNMMQSPQFRQMLSNPDTIRQMATMASMFGGNAANPSTTGGENPFGNLGNAP



GVDPQLQQRMAALFGSGGMNNTTAPVDSRPPEERFQVQLQQLNEMGFWDAAKNIRALTATGGNVNAAIELLFSGNI*   
>Rory_13596                                                                     
MAIEDLKALLEAESGVAPAAQRLFYHGKELVEPKKTLEEYYVRHNEVIHMQRIVQASSSSHPDFDAMRQHVLMDQRLLQQ
LERTNPELAHAARHDPAKFSAMVEQIEQSRRTAEFQKAQLAALNNDPFDVEAQKRIEDAIRQENIAANLEAAMEYNPESF
ARVTRLYINVEINNKKLVALVDSGAQSTVISPETAEACGLMRLLDTRFSGVAKGVGTAKILGRIHSAQMRLSKSLFLTCS
FIVVEGKGSELLFGLDMLKKHRACIDLRKNALTFDDCDIPFLAEHELPEKQRRIEASSN*                    
>Rory_13679                                                                     
MQVFVKSLEGNTLTLNVSSNTSVAAVKSLIEEREGLPVNSQCLSYAGKPLIEGELALYGIANNNTLNLNAELLGGGKKRK
KKTYTTPKKIKHKRKKVKMAILKYYKVDESGKITRLRRECPNATCGAGVFMAKHKDRQYCGKCHLTYVFQKGESA*    
>Rory_16960                                                                     
MGALQITVKTLQQKQFKLDVDSSDTILSVKEKIQESQGHAVAQQKLIFSGKILVDDKKVEDYNITEKDFLVVMVAKAKAT
PASSSAAASSASTPKESATQEKPAETAPKPAETAAAATTPSNIASPASEPPASTPAAPTETTTTATPADTFSQLVTGSQL
ESVVENMMSMGFERAQCERALRASFNNPDRAVEYLFNGIPEHILNEMNAAQQQPEVQQDTNTQSPTTPNANDANASMNLF
AAAQQHAQQQQQQQQQEQNQNLNASLANFRNTPHFQQIRQLVQTNPALLQPLLQSIGQSNPELIRAINADPNAFLQAFLE
GAEGEEGAMGPETTTIQVTPEERDAIDRLAALGFDKAVAAEAYFACDKNEELAANYLFEHGYDDFE*             
>Rory_17157                                                                     
MQLFVKSLAGNTLAFEVAPSASVENVKAMIAAREGIDASFQCLSFAGKSLQDSQAISMYGVQDNSTLHLNAELLGGGKKR
KKKTYTTPKKIKHKRKKVKMAILKYYKVDESGKITRLRRECPNATCGAGVFMAKHKDRQYCGKCHLTYVFQKDQQA*   
>Amac_AMAG_00079                                                                
MGSRPSNFDWDAAGAETATIPLPSINAAIAFLEHELNLAQLAVNLRHDPHASVHEADIDLAVREYRRFLILKVVHNDAQA
LLLSPSPVIDAVWHAHILDTRAYAAMNEHLPSPIHYEPKGDWDADTPNRARRLKNTLTCYRARWGEPPALIWLERRAARE
PPEPEEADVSSSPPPYLATSPLPPHRRSRSRSKTRPPTLSLSISDSRGNDIKVTVDPNDTVRQLKVEYHRLGGSAAYETT
FALDHVKLNDARTLTECGITNGDVIEASIRPLGAFD*                                           
>Amac_AMAG_00080                                                                
MSKPHRPRRSTTIRTVDATAVETAPTRAPPQGSSDVLLSRADAAIHFLEEDMGLAALTAYLRNDPHALIPTADINLAIRE
YRRFLVLKVTHNDGNTVLLSPSSVVDAVWHAHILDTRAYLAMNERLPFWIHHEPKGAWVADCANRQRRLENTLACYRARW
GEPPAEIWIEAQAAMIQLEKSAVPLAGLSTAHKRLQPNHGCGYPASAETLMQIFIKTLTGKTITIEMLPLDSIARAKLII
ERAEGVPRDQQRLIWAGMQLENGRTLLDYGVPKESTLHLVIRLTGC*                                 
>Amac_AMAG_00089                                                                
MTSAPPLQDAAVIVLDADLGLDRIAVRTGASGLLLREYQRFLALKVLHHDSNALLLSPRPAIDQFWHAHILDTKAYAAMC
AKLPFFIHHDPAGAFDPASRAHRRAATLATYRARFGEEPIGNIWAVDPTSASIAAPAPFPPPGPNRTLDVLPAMTTAHEF
LDRYLDLVPLAAHLYRFPPPELPSPTLVPHAVREYRRFIALKVLASDVNDTLLAPSPLVGAVWAAHVLDTRAYAGMCSHL
PFFPHHDPTLRDRTAELAITADLYRAQFGTDPPAAIWAPYADPPLPLSPVSLPPTPTSPPRDRDRPFGPSAAKLRIHIAS
PGTPALDLVMDPNATVRDLMWGIYRERVVPLAAQRLTYLGWKLDGPEWTLSECGIESGATVVLREAPPRVQGGQVGAPTG
MWPESATTAAMGFAFQRPVASSLGLTTATTWPPAHWSIPPGGGGRAPSTGFC*                           
>Amac_AMAG_00093                                                                
MDPVHGGLPAGGQRRHGIKRAAPTTEVDVIFPSDDDNDADSINTADTTADTYRRFLVLKVVHSDADAILLSPSPFIDFAW
RVHLLDTQSYTAMCAKLPFFIHRNSKDTRWNDAANLARRRSSTLTLYRARWHADPPSTYWSTRSRPTNFRRGPPGAFQVS
AWGDEGRMDVLDVRPTDTVARLHEMYHDLVGIGKACHSLLYNGKWCEEHWTLEECGIEDAPAVARRPVVRASVREANGQR
EVARRLVVAAGALYQYWHAAAASSSPSSSTATCSAWSRRLRSSVPVRVLATASAASTLFCVVRQAPSLPLPSWFSSYYTI
PAPSQVQLQPASAHARPARSPMTPTRPKRASRAEIQAATDAAVRFLEHDPDLTALAKHLQRAPKPPADMDLALREYRWFL
VLKSYIVMTDALPLHIHHDPNGATPARYRVRWGDLPAAMWDDAKPAWPACRDTRASSRTLVQYLAAAAAAAANSETMEVV
LVSWDATTPEYRVRVGESIRVDVVAAAFAARFNVEMAKLAALC*                                    
>Amac_AMAG_00096                                                                
MTPFVTAPAATASRVTTEWPTGIDMTSLAARLRRLLTPPVNVDLLLCEYQRFLQLRVAHRDEDGTLLAPSAAIERVCRTH
VLDTRGYAAMNRMLPFFVHYADEEEGGEDHRRRMANTLVLYRARWGEPPTEVWNDDEARALMAAALAVPLRPSPPAGTAV
STLPTPPSSTAPAPPPPAAARDAMFDLVVLSEPPTTEEIVLRVCESDMVHSIMVQYETLRNAPVGVTMLWFRGKVLPFWE
TLAQCEIHAWMGRVCVYARRFVLRRVGDEMG*                                                
>Amac_AMAG_00583                                                                
MTAAHVHALGSLPCVGFADAEKRRGLPSPPIPPAWLPAPLVPRFPLPLQRHESTTTAHAREGQPAAEAAAAVTMNVQVVS
RSGKVIEANLEVTSRSGGEPTVADLKRAFHAEKKPMYPERQRWTYEGNVLDKDAATLASCGVPASGAKLVFKDLGPQIGW
RTVFMLEYLGPLLIYPFFWHLDTLIYGQTVERNRTQRIAYMMLMAHFLKREYETVFVHRFSHGTMPLSNLFKNSFHYWIL
SGVLIAWRVFAPNGAPEHSDTYVAACVALYAFGQMSNYMTHAILRDLRPPGSTARKIPYGYGFNLVSCPNYFFEAVSWTA
VLLLTQSWATLVFIIFAVGQMYLWAVKKHKAYKKEFPNYPKSRKAMFPFIA*                            
>Amac_AMAG_00897                                                                
MQIKVKVMRTSTFNEAAATSRADTRRGTSTNPTAGSLRPSSKTCLETTTTNDSTPTTSCAPMLATMTVTVDADGQGGMLD
VDTHLDLRCLYQIEIDVEIDDKLTRVKEKVEEKEGIPPAQQRSDEKTLADYNIQGGSVLHLVLSLRGGRC*         
>Amac_AMAG_02094                                                                
MNVQVVSRSGKVIEANLEVTSRSGGEPTVADLKRAFHAEKKPMYPERQRWTYDGKVLDKDATTLASCGVPASGGKLVFKD
LGPQIGWRTVFMLEYLGPLLIYPFFWHLDTLIYGQKVERNRTQRIAYMMLMAHFLKREYETVFVHRFSHGTMPLSNLFKN
SFHYWILSGVLIAWRVFAPNGAPEHSDTYVAACVALYAFGQMSNYMTHAILRDLRPPGSTARKIPYGYGFNLVSCPNYFF
EAVSWTAVLLLTQSWATLVFIIFAVGQMYLWAVKKHKAYKKEFPNYPKDRKAMFPFIA*                     



>Amac_AMAG_02401                                                                
MTTNSSTPTMCTHTTLTGKEIEIDVEIDDKLTRVKEKVEEKEGIPPAQQRLIFGGKQMSDEKTLADYNIQGGSVLHLVLS
LRGGHC*                                                                         
>Amac_AMAG_03132                                                                
MKLTVKTINQKTIPVEVEPTTTTLTRFRSLIFASLQVANIKEMLHQSQGFDVAAQKLIYSGKILTDDQTIEALKVKETDF
MVVMVTKAKPAPAASASAASPAPTAAPVASAAPAAAAPAPAVAAAPAAPAAPAAPAAPAAPSDPSFATGPAYETAVSNMV
EMGFPRDEVVRAMRAAFNNPDRAAEYLMTVH*                                                
>Amac_AMAG_03780                                                                
MQIFVKTLTGKTITLEVESSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKK
KKKTYTTPKKIKHKHRKVKLAILKYYKVDDNGKISRLRRECPAPTCGAGVFMAWHSNRQYCGKCGLTYKIDAAAAKKTGK
GKK*                                                                            
>Amac_AMAG_05395                                                                
MSSTRAAGSRARDDNDNDSLPPLVGVSDSDANDGHASDADSLPPLVDADHRDGSAGSNEDYDDEDGEPELEPWCTCGECY
VGGEDHEYTDEEDDEEDDDDYTDEDDEDDEHDHDWLCDHHYEQVTGRQRNGSSSNSNGASASSSNRPSASGSSAGAGSSS
STPAPATSDPSFPSKPMKLGVKFLRPQGSEEVFDLTLPGNVTIMALRAAVAEKIKIEPALARLIFRGRVLQDGKAAHEYG
LEDNMTLHLDGVGDGEWWPSLVE*                                                        
>Amac_AMAG_07129                                                                
MQIFVKTLTGKTITLEVESSDTIDALEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDAVKA
KIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDAVKAKIQD
KEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDAVKAKIQDKEGI
PPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ*                                      
>Amac_AMAG_07493                                                                
MQIFVKTLTGKTITLEVESSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGMIE
PSLRALAQKYNCDKMVCRKCYARLPPRATNCRKKKCGHTNQLRPKKKLK*                              
>Amac_AMAG_08039                                                                
MLPHSRPGRRPRARQVDATCGIGRIDAALADAPDRCSLTLRPNNCAPAAYKIASTTATLSSPPTRFGLFPTRISTLRTAP
NPLASIAMQIFVKTLTGKTITLEVESSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRL
RGGMQIFVKTLTGKTITLEVESSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGM
QIFVKTLTGKTITLEVESSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ*   
>Amac_AMAG_08514                                                                
MIEILCNDRLGKKVRVKCNPDDTVGDLKKLIAAQTGTRAEKIVLKKWYTVYKDHITLEDYEIHDGMNLEMYYQ*      
>Amac_AMAG_10401                                                                
MIGRAANALIYSDLPHSIRHGRSTLAPHQSPDRTDYPTSNTATNMKLTIKTINQKAIPLDVEPSTTVANIKEMLHQSQGF
DVAAQKLIYSGKILTDDQTIEALKVKETDFMVVMVTKAKAALAASSAAPAPAARGLGAVSTPSAPTGGAAAAAPAAPAAP
AADPNNLFALAQQQAQQQQQQQAAQAGGVGAGAFDLTALANDPQVAQLRQMIQQNPQLLQPILGQLAASNPALMAMLQQN
PQAVLSALLGEDVMLDDASDDEGGALPPGVQQIAVTEEDRAAIDRLVDLGFDRNLAIEAYLACDKNEELAANYLFENQFE
*                                                                               
>Amac_AMAG_10621                                                                
MASRPRSPQAEAAHAATVVDPAPLASTDAAIHFLEHDLDLHSLASDLRNNPHALLPADQVDIAISEYRRFLALKLAHNDG
HAALLSPSAVIDAVWHAHILDTRAYSAMNQQLPFWIHHEPKGAWAAEHANRTQRLDNTLTCYRARWGEPPAAIWDQHHAA
LVPSDDQTTPPADASTPPLQCDRVNNRDRPAPDEAPLQLFVKTLAGKTFTFRLFPSDPIARLRQLIHETENIPPGLQRLI
WSGRQLEDGRSVSDYGILNEDTIHLVLKFC*                                                 
>Amac_AMAG_10637                                                                
MDGALRFVEHELDLHAVAAHLRQFLHMRPYRRFLVLKLARHDGDNLLLGPSAVIDAVWRTHVLDTRAYRAMTARLPFAIE
YTPAAAQDEDDAMRARKLENTRACYRARWGAEPPVSMWGGAAERLILLPRVATPNGMQGRARRRKRNDEGDMDDPLTLHI
KTLEKITLKVRVNRLETVADLKARIHGQHIGARPTQQRLIHQGRELRDERQLADYGLENKTDLHLITLQCGRE*      
>Amac_AMAG_10640                                                                
MVSRPSNFWDAADVDAAPAPLPNVGAAVDFLEHELNLAQLAVNLRHDPQASVHEADIALAVREYRRFLILKVVHNDAEAL
LLSPSPVIDAVWHAHILDTRAYAAMNEHLPSPIHYEPKGDWDADTPNRQRRLKNTLTCYRARWGEPPALIWAERRAAREP
PEPEEADASLSPPPYYVPLPTSPLRSRRSISKSRTPTLALSISDSRGNDIKVTVNPNDTVRKLKMDYHRLGGSAAFETLF
ALDGVRLNDARTLAECGITDGDVIEASIRPVGVF*                                             
>Amac_AMAG_10646                                                                
MASMFSAAPRHDAATMVLDMALGLDPIAARTGASGFLLREYQRFLALKVLHHDNNALLLSPSPAIDFIWHAHILDTKVYV
AMCASLPFFIHHDPAGALDPASRAHRRAATLATYRARFAEEPMANIWAVDPTTEPVAAPAPFPPPGQNRTPDVLPVTTTV
LDFLDRHLDLAPLAAGLYRFPPPELPSLTLVPHAVREYRRFIALKVLAGDADDTLLAPSPLVAAVWAAHVLDTRAYAGMC
SHLPFFIHHDPTPRDRSVEVALTVDMYQAQFGTDPPLAIWAPHADPPLPLSPVSLPLSPASQPRDRDRPFGPSAAKLRIH
VASPGAPALDVVMDPTTTVRDLMWQIYRERAVSPAAQRLTYLGRKLDGLEWTLSECGMESGATVVLRDAPRAPGFIAAPP
AEGWPGSATTMTGFAFQRPPAVHASPFMQTSPFVQASLFGVTTAPTTWPPVHWSLPPGGGGGGGGPARLPPSQGFC*   
>Amac_AMAG_11168                                                                
MQIFVKTLTGKTITLEVESSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGDSV
SSPAPKSSTRCNLPGCTAKVAKIVGTCRFCTSNYCSRHRLPEAHLCSNLDSCRQASHDRLAGKLLNEKCVATKV*     
>Amac_AMAG_11252                                                                



MVQINIRSSSEAKTTVDIDLDSSVTDLKAAIAAKLPQYPADQQRLIFSGRVLKDEDILSSYKIAEGNTVHVIKSASAPRA
TTAAAPSSTSTPTSATPATPAPTPATPTSGSAGATPAAAANPFAALLGGAGAGASGFPGMGGMPGMGGMGGMGGMPGGMD
PNAMAAMMNNPAMLQMMSALMSNPQFMDNMIASNPMLAQVMTPETRQMMQTMMADPNMLQAMLSMGGMGGMGGLGGLGGM
GAAPAAGAGAGAAPAAGGMGPAAAINPLLWMGGPAGAAMAAQQQVQPQQQPTERYATQLGQMAEMGLVDPERNLRALQLT
GGNVHAAIEWLFNNPQ*                                                               
>Amac_AMAG_11267                                                                
MDPPHDPAESSPPAALELAVKWAGSHTSRIILVTGGALPVLPPTDPATTLVLDLASATVGDLKHALAGATRVPADAQKLL
GLVRGKLPADDTNLAALDLKPGTTVRLMGTPVADRFVEPAPPPRGKKRGSEDEAQGGVEKRQVLAAPDDEDVDGGADEVE
EVVDLVRLPHIMLLLEQYTRQTEINLIHAPRPGKRLLVLDLDHTIFDCRARGVRNRSDLLRPGTHDMLATLYAHYDLVIW
SQTSWHALERKVTDMGLLTHPQYSISFVLDRTAMFEVTSPTRDTPHQVKPLAIIWARFPGIYAPHNTVHIDDLSRNFALN
PRNGIKVSPWHVAKGAKAPDNECAKVTRYLVHLAGNVEDVTAVDHRKWRKFLPKK*                        
>Amac_AMAG_15090                                                                
MVQINIRSSSEAKTTVDIELDASVTDLKAAIAAKLPQYPADQQRLIFSGRVLKDEDILSSYKIAEGNTIHVIKSAGAPRA
TTAAAPASSTSSPTSATPATPAPTPATPTSGTAGAIPAAAANPFAALLGGAGAGAGGFPGMGGMPGMGGMGGMGGMPGGM
DPNAMAAMMNNPAMLQMMSALMSNPQFMDNMIASNPMLAQVMTPETRQMMQTMMADPNMLQAMLSMGGGMGGMGGLGGFG
AINPLLWMGGPAGAAMAAQQQAQPQQPPTERYATQLGQMAEMGLVDPERNLRALQLTGGNVHAAIEWLFNNPQ*      
>Bden_Batde5_16317                                                              
MKLTFKTLQQDNFQVEVEQTAKVIEVKEAILAAKGYTVASQKLIHSGKILNDASTIEELKISEKDFIVVMVSKPKPVAAP
APVVAPAPVTPAVPVTPTVPVAPTATPASAVPPADSVDTPVNPETLTTTTALATGAVYENAVSNLMEMGFPRDQVTHAMR
TAFNNPDRAAEYLMTGIPDSVAREFASTAPVLSDTTTTPSSTAAPATPAAPAATQHINLFEAAAAQAAQSRSGAAASHAP
GAGDASTLSFLRNSPQFQQLRQLVHSQPQLLQPLLQQIGQTNPELLQLISQNQGQFLQMLNEGSEEGGNIASAEGADDTA
AMGQQITVTTEENEAILRLAALGFDRGLALEAYFACDKNEELAANYLFDMGQGDDWQ                       
>Bden_Batde5_7658                                                               
IQVTVKELKSNNPPLELTLSCLTSIDELKHQVAVASSIPAESQRLVLSGKALTNTRTLLDYGVKKQVTIHL         
>Bden_Batde5_18421                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKTYTTPKKIKHKRTKVKLAILKYYKVEDDGKVTRLRRECPNETCGAGIFMANHYDRQNCGRCGLTYKFSPKDIKAKPA
PKAAAASATPAETGKAGKKGKK                                                          
>Bden_Batde5_7706                                                               
MQLIVKTLTGKTISLQVEPTDTIDVIKSKIQSLEGIPVDEQILFLGETPLESGVPLAQYGLVNTNLNDCREIALVTHMRG
G                                                                               
>Bden_Batde5_87050                                                              
MLIKVKTLTGKEIEIDIEPTDKVARIKERVEEKEGIPPPQQRLIFGGKQMVDDKTAQDYSIEGGSVLHLVLALRGGL   
>Bden_Batde5_35836                                                              
MPTAMTVDGVIAMETDQQQTIATVPGLIYPPPEIRNIVDKTADFVARNGPQFEERIQAKEQSNPKFSFMTVSDPYHAYYQ
HRINEARQGRTAAALSAEKAKVDELPEMPKVVKYIPKEPPAYLFSATLPAISRQDLDIIKLTAQFSARNGRTFQTSLLQR
ESKNFQFDFMRPSHSLYGYYNRLVEQYAKVISPSESLIETLRTQVRHKLQILDRVSMRVEHQAYLAEESRKAQQEADEEQ
IAFATIDWHDFVVVDTIEFVEVDERSYLPPPMSVVELESMTLEQRRTLLSFEKPPEPEIFETVVETAEEQMEDDDIDMDM
EDDDENDSALMAPAAQQVTKIQDTTQPTNIRTDYIPKVGRATQAAEPIELCPVCGASVKASEMAEHVRIELLDPRWKDQR
NTYQSKQRDSNLVPLDPNILSKISDYRPDIFGGGDNLDVNRKLAEDTEKARDAEKKKVIWDGHSNSIASASQKMQQSSVE
NQVIVIQQQMEQNAALNAIGPKLPGSAPMPFTPGMPFPGMPFGAVSYPGMPFPMPGMPPPGMPPVMPAMPPPPFGVAPGA
FPPPPGMPPLGFGIPPSPFPFPGAMPVGVAPPLPPGVVPLPLAVPESATSAKHAIPTDEMDHALKKAKTEIDLQKLITLS
ITMPTGESLQADPADMRMTVAAFKEHIAGLVGTPASKQKLVMEDNTVLKNALTLESYALVNGSVLELSTRGRGGGTTKKT
>Bden_Batde5_13667                                                              
IICNDRLGKKVRVKCNPDDTVGVLKLLIAAQTGTKPEKIVLKKWYTIYKDHITLEDYEIHDGMSLEM             
>Bden_Batde5_26023                                                              
MTGADDIVASKESSINNTDSALSLEPKISIKVAFGKTSHVIPLTGSNLVKDLKLALSELTGIEPSMQKLLFKGVLKDDQT
IAEANIKDGSKVMMMASTAKDLLNMATVATTPASPSDFVFAHKTALCTLTEHKKIIDKGKPTDAEKGVCGLHLPIPPRGV
SGLLNSRGGKTRLVFRLELDELCISTNDNTQKIPLSSIAKVVCEPIIGHDGYSMMGFQLGPTEKSTYWVYFVPDQFTLHI
QQAISW                                                                          
>Bden_Batde5_88259                                                              
MFNELCTLSTLVSVKWNGKKYPIEVDLLQSGIVFKMQLFSLTGVAPERQKIMVKGGMLKDDVILNTLGLKEMMGTAGELP
KAPEKTTVFVEDMSDTQLAQALKVPAGLINLGNTCYMNATIQCLRAVPELLEAMEHIERPANQDAYCDLSVSMRSLLKEL
NDSGESILPMVFLQVLRSVFPQFGESNNQGFLQQDAEECWGQIIQALNEKIPGISVTGQVEKGKRFVEQYMTTETISTTH
CTESESEPKTTAVESFNKLRVNISAGVSTYLVSEIANSLIEKIEKNSPSLNRSAKYSKSSKITRLPQYLTVNFVRFQWKP
QENVKAKILKRVQFPMELDMVPFCTPELQEKLAPAKQRLKEMSDKKADEAKLKKLAASQPGASTSADVEMVDSSKSTDYK
KSHFEALKKLNVDDSLVNDPGANPSGQYDLVAVLTHVGRAADSGHYIGWVKSQTTDNWWKFDDDRVSQVQPEDIVKLEGG
GDWHTAYICLYRSKILE                                                               
>Bden_Batde5_34982                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT



ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGL               
>Bden_Batde5_37382                                                              
MDSNETDTPLTILARLSSGQKVPVTILDPANTTVLDLKELVAAAISTSPGSIRLVLRGRILKGDELPISNYAVADKDVVH
VARTDPSTANSVAPQPRATTASLAGSGLSETQTAFHYRTTQPQSSTTSNTTPSPGITGSALAAGLSSQSAANGFGGDEMA
SLMSNPMIQTIFENPEFLQLMLQSDPRMRAMMEENPEIRAALSDPSVLREISRGMQNPRLMQEMMRNQDRALSNIEAIPG
GFNHLSSMYRQMNGPLNAGRTPDPSTDEANRQMANLLGATSPSNASGPNSQALPNPWDIRPGNVGTQRPVSLPTSTTLTN
MLGTFGAPSSVNRNAASTNTEARHFPFMPFPSLPGNLGNSSTRTPGSDTIQPHLQMLQQMAQMNQSPRASFPNQFDVMPP
ALSNSNSPMNPFLELFGAPSLSPSQLAQPSGDPAAAQPAIEEQYREQLASLRDMGFVDEEKNKRAILAAGGNTDAAVSYL
LDM                                                                             
>Bden_Batde5_37532                                                              
MRLIYSGKVLKDPDMLSVYKVSDSATLHMVRGSRPPGTVSPSAAGTPSTPTPTQPSTNAFATTPTDQPGSRTAPLGNPFA
ANAGANPFAAFGGGSMPGMPGMPGMDSMMQDPAMMGMLSQMMANPQIMESLISMNPQLAGMMTPEMRQIMQSDQFRSMVS
NPQVMQQMMQMSANMGGMQGMGGNPFGMHGQSQPASTTAMGDRSTPSSTQPNPTTFPPLPMFNPGMMQMLMGGQSGANVT
PGQPTRPPEEVYQVQLRQLQDMGFYSPSENVRALTLTGGNVEAAIEWLFSHPPGTQ                        
>Bden_Batde5_90739                                                              
MDTCTHSNPLANESNENGLINMTAVWQGKRYPLQLPSTTTVGELKQQLEQMTQVLASRQKLLGLIKKKLPNDDATLLSLN
IPSNSLVFTMMGSVESQIIKDPTDVDLPDVLNDMDVDYCNDILTIKPHKDPVNIQSLNKVIEKASIRIINEPRKAKKLLV
LDLDYTLFDCKTPASHIDQLSRPGLHEFLATVYVYYDICIWSQTSWKWLEMKITELGMLNHSEYHISFVLDQSTMFSIMG
TEKQLASSSSKSVTIPKRHQVKPLQFIWSKFPGQYNAFNTIHIDDLSRNFAMNPQSGLKITAFKNGPTMRATDRELILLG
RYLVQLSMVDDFRSLDHKKWKQFNGPLPQ                                                   
>Bden_Batde5_13383                                                              
MEFTIHVGTLTGQVISLNVFSHFTIGDIKYQLFEQIGIPVEHQQLVFCEHHFVKDEATLDECGIQNGSTLHLVLHMTGGM
LISR                                                                            
>Bden_Batde5_27827                                                              
MRLCLTDDEGSFKTIEVSSTLEIENLAPLIELELQIPASRQLLYSNGTQLIDTKRTLASYKINQDDIILVRNHGPAPSTA
SMSKAEMTRQQILADPDLQRRLIMQNPAIAGALTSPDQFERVFNEMSRQRAAYEQQSQQEMRNLQNADSMDVEAQKRIAE
EIRKANVAQNMERAIEYHPESFGRGKGVDLLFGLDMLKRHLACIDLASNVLRINHEEVPFLPEHELPDKAKLEASGSSRD
ESTNGASSSAAAAGDSGKVATQTTQPSASTHAVPTASTFSETSIQSLVDLGATREQAINALEACGGNVDMAAGLIL    
>Spun_SPPG_00566                                                                
MIEIVCNDRLGKKVRVKCNPDDTIRDLKLLIAAQTGTKPEKIVLKKWYTVYKDHITLDDYEIHDGMNLEMYYQ*      
>Spun_SPPG_00643                                                                
MPVIKVNVKWGGKKLENIELDTDQPGIVFKTQLYTVTGVPPERQKIMAKGGMLKDDADMNSLGWKEGQQIMMMGTAGELP
KAPEKQTMFVEDMTDAQIAQALKLPAGLVNMGNTCYMNATLQCLRAIPELQSALVKMPSAIGVDGRENLALSMRTLFEEL
EKSGDSVPPLVFLQVLRSVFPQFSEMDRGGYMQQDAEECWGQIVHALGAKVPGLTREGELNTDKHFVDQYMTGELLSMLS
CDEAPEEGSTTSVDTFNKLRVNIGSGVSTYMLTDIAKGLEEKIEKNSPTLNRSAVYTKKSKISRLPAYLAINFVRFQWKP
ETRTKAKILKVGSDKEDHPRWYNNGLSRIPRLQKVKFPFDLDMSEFCTPELQEKLRPAKLRLKDVEEKKAAERKAKKVKL
DEGPVVAGGSDTMETAPPAQTDVDQKNVASNLDQLEKMKEIGVDPSLYNDIGANVSGQYDLVAVLTHIGRAADSGHYIGW
VKHGEDQWWKFDDDKVSQIKPEDVEKLEGGGDWHTAYIALYRTKKIE*                                
>Spun_SPPG_00844                                                                
MSPAEELKFATHFLHQLASQPIQYQLNFEPPLANCHATLPPASRPFPLREPDDVATSPAANEVEINIKPLKGGQAFTIRA
ARLEPIGDIKSRIATEAGIPIAAQRLVYNGKGLVDTKTLLDYEIVSGATIHLLKKPVAASQEKHEEAPTDTAHSRSKATH
TSSTSPTDVFKIKGRNPAFWKGLRELTGQHFGPEHAGVVFDEFVKSYHGLCGPLTVPERDALKKAESASV*         
>Spun_SPPG_01231                                                                
MSSSTDASSSPINIRFRLAPGLGDVGTDITLRVTDPEKETLAELKAQLASRVNVPLDEIRLVYAGRVLKDDEESVSSLGL
KDGITVHATKLARNRAAEEASTAAAAGHNVPGAGGAARNAFGLPDMSALLENPFVRSMLENPEFMRTMLENDPRIARLAE
SNPSLRQTLNDPRFLREMLDTMRNPALSQEMMRNVDRQLLNIENIPGGFNALSSIYHDIQAPLSQMREEDTSTDEANRRF
AELLGAQQRSSSEGINNQALPNPWAPPPTTSPTSNSASLPSSPFTAPFGNPALFNSLNFLQPPSTAAPNTPSSTTAPSLA
APHFDFGSMMQQIQQLQGAFQPFEPLTASTAAPAQPQVEPQSLTESHEERFAEQLNTLRDMGFEEKDRCIRALLAAGGNV
EAAIAYMLDSP*                                                                    
>Spun_SPPG_01636                                                                
MQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAKKR
KKKTYTTPKKIKHKHKKVKLAILKYYKVDDDGKVTRLRRECPNETCGAGVFMAMHFDRQYCGRCGLTYIFSKKEGGKA* 
>Spun_SPPG_02516                                                                
MAAQDPNKGTPYHLSQGDEPAVSEEGEEPHASFRVAYGKITHDVTFSLNRSVADLKQTIATVTGVHTNMQKLLFKGTMRE
EGVLKDDQTLSEAGVKDGVKIMLMASKVEDIVKIATAAAATPVVDTTVSKPRIALSELTEHKKILDKGKPDDAEPGIRGR
RLPLPPGGLRALINSRGAKTRLTFKPEIDQLWIGTNERTQKVNLGSIKNVTSESIKGHEEYHIVALQLGPTDKSNYFLYW
VPAQFVESIKDAVLGPFQGWL*                                                          
>Spun_SPPG_02754                                                                
MQHDVAKRSDKAMPPAEDPVAFANDISLNANGALPINGGGELQEGIIYPPPEIRNIVDKTANFVARNGPQFEERIRENEK
HNPKFCFLNPTDPYRAYYDWKVKDAKEGKAIEKKADVQKVAQVEERPAKLSKPTPKEPPAYEFSTPLPSISAQDLDILKL
TAQFVARNGRDFMISLSKREMRNYQFDFLRSNHSLFPYFTKLVEQYTKVLIPPANLNTRLRNNAQNKYSILDRIRQRVDF
YEYQEAEKKKAEEEADQERIAYASIDWHDFVIVDTVEFVEADERMDLPPPLNLVDLENMSLTQKKAALLFDTQETPVHDE



GAEEMDVEMDEDVDMDEDDATPEPESQMAQPSDPSMKIRTDYVPKGKAPGAAEPTQICTICGVIVKLSEMDEHVRIELMD
PKWREQRAAYEAKKQSTNLVQGDDVARNLNSLSGYRSDIFGNEESEIGRKAREEQRQAERDKVIWDGHTASIGDATRQAQ
QHAAMGQQMGDYGRQDDQNRIGPQVPHQQPGMHGGHMPPNMPPGPPRPYGFPPVPMPPPPSAMGRPPMPLPSMGMPRPIF
PPPPLGMAPPFMPPAPPGKRPLNEQETEDAEAKKQRVEEGHLLPEAQFLARHKEPIQVIIRPATGEEDIQFQLPLTTTVS
TLKEKIAETVSMASSKQKLTTPTGLAMKNTATLAYYNLQSGAVLGLSTKERGRAPAINVIVAIKAKVYRELNTAAHNRGN
SMPSSSGGTS*                                                                     
>Spun_SPPG_03613                                                                
MQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGADVSSSSL
SSSSSTAPTTPKSGKKSTKCNMSGCSDKVVKIVGQCRYCTHGFCAKHRLPEAHQCQEMQTCRAAAQSRLAGKLLNEKCVA
SKV*                                                                            
>Spun_SPPG_03961                                                                
MQIFVKTLTGKTITLEVESSDSIQNVKAKIQDKEGIPPDQQRLIFAGKQLEDDRTLSDYNIQKESTLHLVLRLRGGIIEP
SLKALASKYNCEKMVCRKCYARLPPRATNCRKKKCGHTNQLRPKKKLK*                               
>Spun_SPPG_04179                                                                
MVDTPADPPKSKRKKASRACGHCQKAHLTCDDMRPCSRCVKRDLAATCADGVRKKAKYLQDVDDSVAQTSTPSPAPPANT
QQSAQDTSATTLPNNVDSSLLGFPLAPNFNFGSKTVNLEYSFLSNMLGAPPIGEANGNASPFPLGDMGMGPQMDLNGLDS
NQNDGGDDPGGVGQRESMATTNSPVTGSDDLYADSRTSGVYKNVLRPYDYREGFHSLVRHVKERMEKNDIMRICRALAQF
RPSFMAQIMNLSEEDLVFMEKCFQRTILEFDKLIGSSGTPTVVWRRTGEIALVGKEFSILTQWPREQLLGKKSYIYELMD
NSSAVEYWEKFSLIAFDNSQQSVMTTSTLLSPSGRPVPCAFCFTIKRDIFDVPLAIGLSKLQATHGSIARIEVYRFLIFK
LQDISMMVKDNNKKGQMPVDIPSPLITDLATLESRLGRIDYRLIVSRLMRCHDFTLPVSMSIVTEYLRFLILKASVQDYD
GTELSPSPYVELAWHCHILDTNRYGAECEAFCGKVIGHNPDEDFAERPERFNRTCQLYLSNFHQKPKEEIWPAADNVQNL
DSDTQKTNTKRKREAKKAFRIFVKTVDGKRFEFKVRKSDSVNLLKDMLSCEAWMETDMTLMFAERQLEDDKLLSYYGIGP
ESELVAIDSVRSSNSSDGW*                                                            
>Spun_SPPG_04414                                                                
MVMAVLDPSSDQNGGDNVISFSVTHKGTVVPLTFALLATISDVKAHLASLPSINIPPHAQKLLFKGKSSYAENATLASIG
VKTNAKLLLIGSSAAEIHAVQEATKRKQEAQARAASQRPVRPSQPIRSIGSVDDANYTFHSIRPLPGFSDEKQATLLLKR
LRDDAGIQSIMRNHKWSVGALVELHPSERTILGYNENKGQRIALRLRTDDLDGFRYYDSIRKVLLHELAHMVHSDHNADF
HALNRQLNRECDAVTRGGRTLGAKGEYYNSGEEEAVDAPAFMGGTFRLGGGSQSRDNKSQREILAEAALKRLTREEVELV
EGCGSGIHADDSDDAHQAASQNEP*                                                       
>Spun_SPPG_04991                                                                
MSTITLKARSGRLLKEKLDLGKDVTNATVDDLKTAIHKAFPKYYPSRQRLTVDNKALEKGQTLQQYGIKAGDAIVFKDLG
PQIGWTTVFLIEYFGPILIHPLFYFFPQVFYPGVAAQPHTRIQTLTLLLTILHFLKREYETVFVHRFSNDTMPIRNLPKN
CAHYWILGGLAIAYPVYRPGFNGGLFGGAHSDLFVNSLLAFWAWAEVSNFLTHVTLRNLRPPGTRVRKIPHGYGFNWVSC
PNYFFEVMGWLAVALLTGSASAYFFLVAGFGQMYLWAVKKHIRYKKDFGAAYPRSRKVIIPFLL*               
>Spun_SPPG_06203                                                                
MQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAKKR
KKKTYTTPKKIKHKHKKVKLAILKYYKVDDDGKITRLRRECPNETCGAGVFMAMHYDRQYCGRCGLTYIFQGKEGAKA* 
>Spun_SPPG_06227                                                                
MQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN*                  
>Spun_SPPG_06801                                                                
MPEITIKIKQANESAFSITIDAESTVLALKEKIQADGPGNVPVSQQRLIFAGKVLKDEDLLTTYKMAEGNTVHMVRGSTK
TAAPSGTSTAASGTTPAASGTTEPPRSAPAGVPPFNPLAAMFGAGAAGGDAPEANPFAAFGGGQGAGAGLDPSMLSALFS
NPAVSQSISQLMSNPQILESLTAANPALSSMMTPQVREMMNSQEFRQMMSDPNMMRTMMQMGPMMAAMGGMGGMGGMGQQ
QGASPFNMFAPQPTAGTPTGTPTSTAGTPTTAPLFNPALLQMLMGGNPNAAGLAPQDSRPPEERFATQLRQLQEMGFFDA
TENVRALTLTNGNVEAAVEWLFSHPPGGMR*                                                 
>Spun_SPPG_07296                                                                
MPSLVRASFPTQTTPSAHPNYAGLRRSQAVWDLPSVPLDTELNVNVTISFPAAQRLPLSIESMSTVHTLKSRIADLRGLD
EAGVQRIKLTFNDTEMVDSDHIYEYGISSGAIIVVQWVDPQLQRVDSGKEDLIEK*                        
>Spun_SPPG_07353                                                                
MKLTIKTLAQKSFHIEAEPTDKISEVKKRIEESQGFEVSQQKLIYSGKILEDSKTVEECKIEEKGFLVVMTGKPKAAAPS
TPAPAAAPAAPSAPIASTAPTVPSTPATPTPASAASDTTTTAVPVEGGSFDASTLATGSAYGSAVQNLVEMGFERDQVVR
AMRAAFNNPDRAAEYLMTGIPEHVTRDLAPQPPAPSAGAAPAVPAPAAADPLASQPATTAATTGGTGQQGGQFINLFEAA
AQATQQGPGGAAAAGAGGLNLGDAQNQLAFLRNSPQFQQLRQLVQTQPQLIQPLLQQLAQSNPQMMQLIAQNQDQFFQLL
GEAGEGGAEGGPGPQYISVTPEEEAAINRLVALGFDRALAIEAFFACDKNEELAANYLFDHGQGDDWQ*           
>Spun_SPPG_08500                                                                
MVQDITEMRSTTPGEQEPSTGVLKRSASTSMSAEETLVRVQEEAIVVDNTEDGQEKQSQVHISLTAAWNGQKYPILLPAT
STIGDLKRQLAEVTQVQPLRQKLIGFVKGKLPNDDVVLDSLGLKADHAFMMIGTVEQKILQEPAIAELPEVVNDLDFDFL



DYMPSDDRYRNDERNRRKLREYIDKTKITVFNDLRAGKKMLVLDLDYTLFDCKSTAGHISELARPGLHEMLTAVYAYYDI
CIWSQTSWKWLEMKITELGILTHSSYRIAFVMDRTSMFSITSTTRRVDGKPVKHEVKALDIIWTKFPDRYSAANTIHIDD
VSRNFAMNPQSGLKISAFKNAPINRHKDRTLFPLTKYLLQLALVDDFRRLDHKNWKSFSGQLPSNIPDMSFPPEWGSNWG
AFGGSGS*                                                                        
>Spun_SPPG_08607                                                                
MPPSYRLSHRLPGTPEMLTLTIGTLTGTFTIQVRATDAVEDVKRCIQDMEGIPVESQILLWRDKALADDRSVIGQFGIEN
GSKLQLLLHMSTGPGPPLKMKKVAKEYDSVVFFLCKEEEDVYMLELHMADIRDQRADTRRLLQLAELAGVEVFEDLGCDA
SSVVIRPLGGSDDESRRSTSNSQESGVLPTQERQLKDLRPTSSESNISTLMSFAALSSTGTLSERGVSPFSSTSDSRPSS
GESLIQDVFHDVLAWRGNRMGSRKRAFGCPRTPRRRLRPATAISVMRLPGGSGPMIIIPKTRPASAAHLRNKGTLVLDDT
PPVTPPNVTEREDCDRDRCEVRNILCGAPRLREKGRGRRPQSFKMDSPDEGGYLSASDNTTLRTDQPSTSAEHVLEFISA
AVPGRRARAASNSTARGSHTELRCLKQNRDRLMGPGCDSAPKPGERPRSKKEVKATVVTQRRCCMCKKKLGPATSFKCRC
SQTFCSIHRYSDRHACTYDYKGAGKAALVKENPLVKKEKLAKI*                                    
>Ecun_NP_584633                                                                 
MQIFVKTLTGKTITLEVEPGDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGAKK
KKKDFSTPKKVKEPRKKRGLSWLDNFTVTDDKVKMNGVSCEVCGTEVFCGKIQSGFKCGRCYRVYDKDIASH        
>Ecun_NP_586327                                                                 
MIVRAINYESLHIDDRFGSIEELKTKISQKYGIPINSQHIIFNGKFYVLGIFDSPLTVSSDTYTNPLGCFGCPDSLFNDL
AGNGMTTDEIREYAFPHKDDPAKREGPDLSSVIDTRAIAKRITENRYEDAYKIPNDLSEKEKTIIMESSGEYIDLVLKQI
KEILRSNTKY                                                                      
>Ecun_NP_586067                                                                 
MGFPCTFWAILRAVWIFTSGNFCPLRMQIGVRFCGKTSFVQAEPSQSVLSLKALVGRACGLDSSVMVLQHNSRILEDSGT
MAGYGMRTLDTITAYPKLLGGGGNMSDNDAAMAMKEKNDCLICRRCYARSGKAAEKCRKCFSKDLRLKKPLKAMKKK   
>Ecun_NP_585957                                                                 
MKINIQHLKNKFVVEVESLDITIEELKKKLEGVMGESVRIPAGEQTLIFEREKLEDDKKLSDYVKGSAEEIKLFVIKQHK
NPNPISKPGNIYQNASGSDTQSHAGGNPYAAHGQSTPNPYAAFMPPYGGGYGSPQQMYGQMPYGYGSPQQMYGQMPYGYG
SPQQMYGQMPYGYGSPQQMYGQMPYGYGFPPGSGSSGQGDGYNEAFSNAMMQQMEQMLGNPALLDQVLNIQNPNMTPEQK
EEQKKMLKEALNMMKANPSLFQQALTPERLNWALSTMNGGGYGGMFPSYPPQMGNFNRDPRTPWMHGYPPPGYGSSRPDL
QIDEQAHLVQLEQLKAMGFEDEEATKALREAKGDINRALDILHENKKKRSQENNGSSPKN                    
>Ecun_NP_586290                                                                 
MSIRLTIRYRTDSIEANAMMTDSLESLKLKIQDITGIPVDSQVLLFNDRILSEDNKELKDLGIENDCVLHLKKKMEMKKE
GKRPDFTASMMKNPLVKNFLKNPDAMKSIVEMFPGLKEEMNNNPELRMMMSSSNLQDELEMFSMNPEYMNTQLKNLDITM
SKLENIPGGLNMISSMIKDVQDPLSSALKEGMGRGYRVKEGRKIDKPIEEAIPGAPKEESQLVKYKDKLAELKQIGFSDT
RQNFMALMACNGDLEGSIIYLRELDRKSSPTQKAK                                             
>Ecun_NP_584600                                                                 
MQIFVKTLTGKTITLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGY   
>Npar_EIJ89480                                                                  
MHRIIIKHMQETVELDIDPSETVDNLKNKVGSKLSIEPYLLKLTHKGSILADPAKTMEALQIGNLSVVYAHKLEKSQGPS
EINEEVYKQETLHSADKPGPMKNPAMKKLFSNPDIMKGLLEMLPELKNENPELRKLMESSEMLEQMSKIADDPEYMNTQM
KNLDIAMAKLETIPGGFNMLRSMLKTQKDPSALLAEERDRTSFKEGTTDIQPSNQPVPNPWGKYNFNPILEYRKQVEYMK
ECGFTDVCSNIKLLIKHHGDVDNAISEILSGSSMHSPLPDNKSHT                                   
>Npar_EIJ88750                                                                  
MSIMKINIKTSKGEVYSVEVEGPESTVLQLKEQISEKTQIPTAKIRLIHVGKLLKDQEALKTYKLEEESTVHLVVPSSDK
KSSPVSSASQPSAQASTESKSTESLNSGASNSNPLGGGPGQMDPQFLKNMQGMNGNNSEMQSMMQSRMKELMKNPEQMKV
LMEASLSMQNVPEPTKKAMMESVDKFAEMAKTNPEQFETFMNHMLDNPNMYMNQGMGGIPGFGQGMGMGMPSQAQGSQQT
QMPAGLPTFNREEALQKYKSELMELEQIGYNNVELNLVALVCSEGDLTKAVNLIMDWTSEENH                 
>Npar_EIJ87444                                                                  
MHIKIKTLEGTEVQLEVDKAMKVKQVKELLQEKEAISIEQQRLIYGGKQLVDANTIETYGIQNNDVLHLVLALRGG    
>Npar_EIJ89429                                                                  
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTIHLVLRLRGGGKKK
KRKAYTTPKKVKVVKEKRKLACLSHFNVDKDGNVQILKKVCPTCGPEIFMSSHAEGFFCSKCFSTVLSGDMK        
>Npar_EIJ87603                                                                  
MQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTIHLVLRLRGGVITD
TDRVFVTMKRTKLLICRGCYSRNSIRATHCRKSGPCGNSTNLRPKKKLRKTK                            
>Npar_EIJ87417                                                                  
MQIFVKTLTGKTITLEVEPSDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTIHLVLRLRGGSVF 
>Ttra_AMSG_00122                                                                
MKIKVQTLTGKQIELNVEKDDLIQHVKEQVEEKEGIPPEQQRLIFSGKQMSSDSPLSEYGLEAGSVIHLVLALRGGQ*  
>Ttra_AMSG_01471                                                                
MGLGLTQEQIATFRVKFDELDADGSGYITADELGALAAAISTDDDVADVDELMAEADVDDDGQISFFEFCKIMSEAQADN
YRLIWEVYRYATGGSGLLTEKALGKLMSKAGRAKYAKSSGSSIGMIDEANLRTLHGVNPLYTQQVAASADRSARKKLISV
LESEERKELSLEAFARALGHEGTIDELSDLSGSGSGSDTVSDNAPKSRKRRGGPKRRAGQRAGGVPTIAAHEFFLGKTYD
IEFQPALTVKELHKAVAKAAAEPVANVRLFHNGFELEAKDGTTCGELGMEANETQVHVLYHPRTNKLSWGDAVGADGELD



LDVIFKHFEHEGAISDSFAKKLVKKATRHFQAQPTMIEVAGPITVVGDIHGQFFDLRNIFEAGGALGDRKYLFLGDYVDR
GYFSTETVLFLLAAVLRYPDKVFMLRGNHESASQAAKASGSGSEITRKLSQKMLDSLINMYQSMSPCALLESTPGSGHKF
FCCHGGIAKAFPKVSKLATFDRTPEDERIAKGKLKEIMWNDPAPDHDFSDDDEAHPRARTQSGASTSSKRDWAKSKRGRN
IYTFSLAATKAFLARNNIRGIIRGHQQKPGYSVSKPGPFGIPAVITVFSAPNYVDQSLAMGGVAKFDKGNKLSLKEYTWS
FHPVYHNGAHLTKPFEKNYVMEAFLVYLSHFHPKILKTVSLVHLRSTIEARKFIAVMRARGHDVTLADLQEATSDWDYLK
ANLLEVLSHSKSPSVRAFRRDKLKRKTGSNWAKGFDHLAYSILAEAQNEVEEITYDV*                      
>Ttra_AMSG_04356                                                                
MARRKRKGNKPPPPPAHLAWADSLDRPDQVSQEHVDTAYGLAVEPVCPDASGKNRAHSAYCLHGWAKRGKGVWATRPSIL
SGFKDNPEELLRIPPPPPPHERFEWVGNTSRRPYKIGKCMVGLANLGATCYMNSLLQTLYMDVPFRAAVYAFDPACVAQT
IPPGQTSVVHELQRVFAYLELSQKTVYVPQQLVSALGLDTTEQQDAQEFYKLFLSAIETEMRQSDDPHVASAVGRTFRGK
LSYVTTCQSCKHASRRSEPFYELDLNFRSASDKLATLENLITDYVTPEVMDGDNKVFCSKCEGKHAATRAIELEELPSSL
VVQVKRFTYDMVTFQKKKIHTNISYPQSLNPGRLVPNADFPAHEYRVWAILEHAGATTSAGHYIAFLREPINQYWYRFND
EEVRCDMNFDDPLDAGADALVAGTDTATETKSKSKSKSKSKPKPKPKSAAKSKPAAKLKSAAKSKAAATAKAKPKAKPKA
KAKAPATEAGKKRGRTTSRSRRRTKTAKALDGSRRASSSGVCDMIEEQQEEEEIGSDAVESTSSSRPSRIRRSRRTAAAK
ARSGTADSKHQMMSVTDINKEIVESQKAVGRSAIVNQAPTLEENTLSRRSSRRKRKRSPSPKSPGPVPDVKPKSKRVANT
KTKPTAKAGKAKATKAKATKAKAAKAKAAKAKATKAKATKAKATKVKREPKIVKPAVPPAASVDPLVDAHGSSLERWESK
NAYMFVYSRHRDEPLPEYTVPQALREEVEAENTKLLARIYEFKSKVQAAQEQVDTERARYTSLMERNREALKTDPRNVRW
LPVAWLRSWALGNRPPLVAEPELLCKHGCIDPQEAPNLKVVHASVYHEMVELYADSASPQFPELNLTSCCIECLRSYVSH
RKSLRDDIAHRAAVLTRIDNGELNGDDDAGVYIDKKFLTRFRRSTTSTTYGSGDINEKIMCEHGKLTPSGAVAVKVGSDD
FDFMCQYAGVTGTKLTGDAIPCAICAEKYETKKSKRSALASQLKEERILARSFLERRTVAPKEASDGWYFAIPEDFVHDW
REYVKHALDGDVERPKAIDTAPLRCEHGKLLYHFSRNDLRESRHINVFDLMAESKWSLFVTKYPCEAPVRLCLAAAENTG
DLELVYSPEPCSQGCVEAQLERDRQEDADDTSEIFVRLVGPGENWCDIDVEEERKRILPKTTASGRVRRTRQQTNPIRRF
DFHPELTVGELKYDIFRKFNVSDTKQVLFFNNDSLEDNEKPLIDCGVAANNVIICQTSSQPDDDDVAQAIEKKAATVPET
GFAGSRLVSSFAPRLSATEEPVVDLVDDDDDDNNNNNK*                                         
>Ttra_AMSG_05599                                                                
MNSWMCGRLAVGGMGGWGYGCAETAGMIVRSITGKSYEVALPASAKVADMKAALEEASGILAEHQILLWEGRKLDDERAL
GSYVVREGSAGAAEMLSPRSTGSISSSDSGGVAASPATPSSIFLFSKQFLAPSKSSTATAADASLLEPVLPPLPEPLPLS
PVNRYNPTGARSSEATTSDVIAQFEYHARRAGSVLTAAAGVVRAIRTSMSEQYVQAQALSAAYTNLGVHASQVFSAHDTY
SDYYARVSATHDRLLSGFEDNVSRVGTISLPPTLAAQFGASSLLDRVSLDSLRKWKTAWSGRRESFASKMTDQAKRASQL
RDAIAAATNNSALDVSIDGLSELHADAEGIETEMEAIVQSFADDVTTVRGWAPRALLTHDTALDAQAMFKRHGSLLLMLH
DGYDRLVARALEVRSHQEQTAANTAEALVALAQMQSELKAMGDALPVHTKALQAEKKAFRQFVVLERLPSAYYAGLVEAV
RRNRFNSALRATLAGYIDAIWSALRLEARARVRFHKSRGKFLTDSVLPGLSSRSVRIDVPLRLSSHDAEKPAVPELDPEL
PALSLEELQDFLGDDLPYWLLDLASPELDRSNVSDVAASVSSLGSLSLGLSRSGVENPPVDAEAGAGLDLDPATLLDATS
APLASRTVAQPAANVPVDAAPVPDAALVAEMEAGRAGLESVLAAVPRLAASAPVVAALQSQVDALATRVAELGSIGEVAA
LAARVDVLRTEVEHAGAACAAEEAAESSSPSGVDAAALEAELEATKAASAAREAELESKAEQAAQAARVFHSQLNDLGQA
MLAALGRMQQADEDAPLPNLSKVLTAMEACHARAVAELEAAQEQLSERAVLADFATGDLVVVVAGDDAERWQVVTRDGEA
RHVVASADVARLAPVAHGAPGGAQ*                                                       
>Ttra_AMSG_06761                                                                
MKVLCKTLSRDQFTLEVTPSQTVLEVKKMIEGEKGFDAAHQKLVYKGKILADAETLESYGVADGEFFVVMATKKVAQAKP
KPASVSSSSSSSAPTPAPMDTTPANTAPPPSTTTTTATTATATTVAPSPTPTPPAAAAPGPEAMVTGASEEGAVQTLMAL
GFPRDQCEVALRAAFNNPDRAVDYLLNGIPPELMAQMAAGGTPAQPQTGSAEVGGVPNEAGGDDGGDDGEMTEGAAFTAA
LRAMPPFTRLRYAVQQNPALMQPMLQQLGQTQPQLLQLISAHQDEFLALMNEPVTEAEMAAASAATDQMNQELGGVAGGM
GAPPPGVNYIQVTEEEKGHIEQLEALGFPRHICVQAYMSCNKDPDLAANFLFSYGADMVNDEAQGQGQQPPQGQ*     
>Ttra_AMSG_06930                                                                
MSKDGASSSGSVVKGDGTGSAGLGGDASGGSGTSTSSHVPLLRRAVRKSVVASRLKSVLAAAKSSAADGGEPGTEAESAD
PPRSAKKSAAARFAAIARKARASAGGAAGPAVKVRAAVEAFSAVVRRNRDVADHSDTEPKAEAGSSSPAGQEALVVEVAE
TGERPGATRPPMLVIPEGGNDELVQEASEAIELLKQDPPIQKAGYGGESGWDFPEFDKDAVVASLGLTDERLCDYREAFE
EADLDGNGYLSLHEFKSCTYILGHARSPAFVQRVLRQFGLADLFRYLSYVEAFKMLQADDENYIRERALAGQMLEIGYRE
PPLASKEHFGMFDMYRAGVLGIPRQKLATTKVKRRRRIMKKLKSYKPRNKMKRGEFLAALGYTGKTYEDVTVATWHSLYA
QSVPELTPKSVDLNHTMSALKRNSTLTGSSCSLIDYAGTPRAADLPPILAREVGLATDTPEFDVVIVVTAVAFYLGFEVR
VTTTPRSTVSDLRELIGAQTGHAPELHRLYHEGFHLHDSTRSLASYNIGDGSRVSVVTLPLTHLLESDKVFDGDGAPNLP
NIYEHFRWEGLLRVADALRIITSVQEVLAREPNMVHVYEPVNVVGDLHGQFYDLETIFEAGGDHFEGGVNWLFLGDYVDR
GYFSCEVILYIFAAKLRYPAAISLVRGNHESSSMTRRYGTISECRHKYGGEDGSDTTVFDALLECFQHLPVCAVVHSAGQ
RMLALHGGISQEVIDLEEYLAGYDRVCEPEGPVKGLLWNDPWDDCYIGVECEPAPPPGAPPQIELNAAHTELDLRLHPEP
VPDTRPDELDHDSDNYSSSGESHAGLSEKADDDGRRADLTVDLTASSLSRTVPPTPHPNETFSGSRRRIPSSSSFADLLP
HEQPVPAADVVDVDTSLEASLDLALEEEGSWDGVEQEEDVDGEVEAKDKDGTQSVGQLKSKKAKKGKSKDKDKDSGKGKK
KKKKKKKKKKKRKSKDKAESESCASSASSASSASSARSSGVPSPWVDESSTSDGAGAEYDGGWAARLGSSGEAEGAGPAA
ARVDGEAGVEATMDPLLAATDSVMEHEEAEVLDRLERSKDDLVFDLNQVRELSADELAELPPHETLDEASFRPSMRGRTC
REFDYAAVCHFLKRNGMISILRGHQVPLDDGFDVFKPGPQYDFPSIVTVFSAPNYTDDHMQVGGMAVFRDGVMVLRRYPW
KLHPVCYPVGHKYAYTRHLHYEDFVQFLAHFYPQCTKVEPLWVHLRKSGRVAEFIATANARIDDPSLHVSVADLQYATEP
WEFLRAHITDMLGNSDKPMVRDLHKHIIHDVHAFYNGFDYIRHALRREAEYERMPETLESSDSESDMFSDLSSCTSSDDM
DETGEFSSSSSLMGSDF*                                                              



>Ttra_AMSG_07946                                                                
MQIFVKTLTGKTITLEVESSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRG*            
>Ttra_AMSG_08067                                                                
MQIFVKFQGKSTAVDVTAASVDEFRADVAARTGVPAAEQVLAFNGKLLSELSALEHGDTINMNLRLAGGAKKRKKKVYTT
PKKVKHQKKKVKLAVLAYYQVDNNGKITRLRRECPDCDAGVFMATHFDRQYCGKCGLTYVFDQQQ*              
>Ttra_AMSG_08410                                                                
MVLLEVQMPNGEEKLFVETNPKKTTFMDFRRTLAENAGVNVEKIHIFTPRGVARNNAKDFTSQDWTGAMSYELDSSGKLV
LKQAVGSAYRNDESQETLLGSHGLFHGNTIRVLYPFSGNVFVKTLTGKTITLSVNSFYPISDIKDMLHDKEGIPPDQQRL
IFAGKQVEDDRTLMSYAICKESTLHLVLRLRGGMMHISSGRLGTTGMAPIFGSHSSPQVPDAITAALERYMRSTAAPDAP
ATTTTTTASAPPPSSDATSSSAASSSAPPSVADPNCMILPGATTCAINAVAVELTMDDVDSIAAAELAAGNEPFSSSSDL
LKIDVYLPDRTLVSVALTKATTTAELTAFLTAAQPESFATPTLSAVWSGPPRSTTWTTLPCRTRSTACARSSTSSALPLL
FGFFLTSPWCGGPSPQPRQSRR*                                                         
>Ttra_AMSG_08865                                                                
MFLERKATPPPGSTDCATWGSCEPAAGAAAAAPAPGVACGAADAAAVDVESRARGDDWAHSHPLLLAAHVGYDAIAELLL
ACNADPTATTIGRDDGELDAAVLAAAAGHDVFVNDRLGTKLAVLMNDDDTVGELKLMIASQTGLQPERIRLQKADRVYKD
HITLGDYEIPDGFNFEMFYN*                                                           
>Ttra_AMSG_09584                                                                
MAESVLLKLKSANGAAAFYLVARTSWRVSQLKNVLEAHHPSHPPALCQKLVFAGAILKDSNTLAHVFAKLAAAGSSYDAD
GVTMHLVFPASNVNAEALPNSPLTAPAPRLPGDADGAVLPKVTDKDAPALPDAVAQQGEGQAEVGGEDGFTLPRVEAVYS
PLGSPTLVPVASPEAAMAQYYATYYAEYYRAWYEAQLADGCQQPNDVASPLVDAVAAGNGGEMEEAGEAAGGEAEAEAEA
DAAVGGGGAGGWLRAGVGAAAWAAPMLVKCGVLLSMLAPAITTDELMLVGGLAIAVVIAQMLIRFHIQRRNDAFNERVRL
LREAREAAEAAAAAAAEIQAAQAADDAAAEATAAPAEADAAAQAAARLQQLQAEQNAPPASIVSRVYHEAVGLLAPFIMS
LFPAYRPPDRVPDHLLQPAQPPAPPAERDPAVPVPPAQ*                                         
>Ttra_AMSG_09729                                                                
MQSTYNLKVKWGKQMFDVEVQTSEPVTAFKAQLYSLTGVPVEKQKIMGLKGGNVKDNAKWEELGLKEGKKVMLIGSAEEM
PPPPTEKVVFVEDLSVEDQARLAVVNPPGLQNLGNTCYLNATLQCFRGVPELAAALAKYAPQEQSPPAMLTAAIRGLWEE
VSASTDKVVPLSFVMMFRQLLPQFAERAQNGGFKQQDAEECWTTLLSMLSTQLPRNAMDKLFMGELTETMQCLEAADEPP
SVRTSTFGKLTCNITADTNYLVEGLKAGMSEEIEKSSSSLGRSALYLKSAAISKLPAYLTVSMVRFFWKANDQVKAKILR
SVKFPMELDVFDMCSPDLQAKLRVNREVILAAQEAATEAALDARAGSAAKDKDDAEAAPADDEPAPMDVAAPSSLTPSTS
ADAAASFPYAPLDIDNMPDLPNKTGMYELCGVVTHQGRSADAGHYVGWVRDAGDRWMKFDDDVVTEVSPDEILKLSGGGD
WHVGYILLYRCRRHPELESASVDAPAASSSS*                                                
>Ttra_AMSG_09746                                                                
MPKGPSTPRTRPNAYLLNRMRVVVTTETGDIATIEVSASETIESLKALAAIQLSIPLLELTCMFNGRPLSDSSTLADAGI
ADNDVVLMQRSPASSATPAPPAAAGQMFSADQMANMLASFGGGGAPPPAPAPAAPAAVAGPGASPATSDPAAARRDQMAA
AMRSFFQNNPSAPPPSSGSAMALGATTAPPPLPDDGQVRIQVEGQYYTATEFIEYVKASPDFLMRLSSSNPQLAQLVLEN
QVDEVERFIRSSQAAAKKIRDLEARIAANPFDVEAQRELEEQIRQRNVENNLAQAMEHNPEAFGSVYLLRINCEVNGVPV
QALVDSGAQSTIMSEACAERCGIMRLIDTRFAGTAVGVGSAPIAGRVHAAPITIAGKHLTSSFTVLKSDGVDFLLGLDNL
RRHECCIDLRADVLRIGDAEVPFLSEADIHALRKDAPNPAIDSGRAAMDTTTTTTTTSTSSATASGSVEISDDAIARVMA
LGFTREQAVAALQQTGGDEAFAANLLFASQ*                                                 
>Ttra_AMSG_09964                                                                
MSDSVPIKVKCLKARNTVEVDVRLDMTVLELKKALEVTTGTPEEAQRLLFKGKVLKDDTVLSAYGIAPEVTIHLVESKPR
PAAPAPATAGTGATASSSATPLTAPAPTPAAAPTATAATVPADEAPTAAAAAAGGFPIDALQSAMQNLVASLGSSVPGAR
VSANVITPHGVQTVHVGGHGGAAGQASEHAPQPEVVPARPPPQPARAALEHVQQQLAITEAMVRSVETRTNVSSPLPALG
EAESPIRVLSELMATLNGHQARVSVLTGQLSAALAAADADPSPQRVADAQTLAHLLAPSLAQVSRLYGQFSSLCRALAVS
GSDAYLNIAQTPTPTVHRVHIHQRTAAPSQTRAQGASPARAQPQTPTQAPAPSQQQGTGDLGTVLRSVLDNLGAGTAQGN
SASTAADAFSQIAAHPAVGALAQHPTFAALAENPAVNALVGDFMGLLGGNDAGEAEDGSGETSGGNSGDGDDDDIPWPPP
ARNLTDYMFNNYLARPANMMAVSRIASGAGSLQEMYHGFKELFESALPTAHRGSAAAVDELAEAFAAGSVLDDTALPQAL
LVALKPSAPPIAPIVRGVVQQYLKLFLRRLVLDSFEPTDDRPTPFADMANRLVSVFLGALASKLVPHLSGGGADVDHVFD
LAFLTGGAQCLPMLAPFEAAIQAGLRERYESYQALSASASASASAPTTTPAPVASSAASLDSGAVPVAQTQSQAVADMPP
PRMAPISNPEHAQFTQQLEADSRTARTTARPQFSAAYLTGMPLAHRTALEKEAEAQAAATEALD*               
>Ttra_AMSG_10625                                                                
MQLAMQIFVKTLTGKTITLEVESSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGG
VIEPTLQALARKYNCDKMICRKCYARLPPRATNCRKKFCGRTSQLRKKKQLR*                           
>Ttra_AMSG_11874                                                                
MPTGHCTPHNTAMSAPPPSKAEFAAEKAQLMMQVWVKKLTGAEVAVQVAKIATVAELRQAVADAGGPVADVQRIIYEGQQ
LGNDQSLANAGVGNEATVHVVQMLR*                                                      
>Ttra_AMSG_12202                                                                
MQIFVKTLTGKTITLEVESSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLLHSATDTLCSWCGSYSA



GECVAANALCPRSKEALTRSGGTCPPSPLTIVLPIVILYSVLTIAILIQHAWEVKFKREPVGDGPLHNFDHMGTRDSALV
RTMAESEEIEFADYESRRDSNSRFVTLLSLASGAVLMVIMFQERMGPTALVFSVSFLGFLSFSLVTKALSKPRIYILTQE
RAVVCRPKWCGVWGRVCKVYLPREMRFVSVRSYRDGLGSVFFTTEDGHDDSPEAMERITGFDNIRRAEEVYRLLATWRAQ
HRSEAPPTVVNRSPQKKPSVGERVQTLITTVLFVGFFGAFAVLFLTGDENGSYLWYIWVLVPYAIIWLVCFIIWARYRLA
LKRRRSQGFMILDTAFSPALMPGAPAVFTNGGFGPASVSDDESATLSSSSVSVLHDVHLEVKPGGEPTSAVKVPPVPGPA
GQPLPPVPAARSRSGTRDSTSSCSSNSL*                                                   
>Ttra_AMSG_12328                                                                
MKVSIKTIRGEVYSVDAEESETIAELKTRISTVTSIPQDQQRVIFAGHVMKDDRTVESYGIKDGNTIHLVKGAAKTAAGA
APAAPAAAATAPATTGTAPMDTAGGAPPPSAGVGGGGFNPWGAAGGGAAGGGGANPFAAMMGGGAAGGVPNVAALLQDPA
QMERMMQSPMMQALLDNPEMLQSMMSANPMMQSLIDGNPELAAALNDPATIRQSLEMMRNPEALAEMMRNNDVAMANIQA
QPGGFDALRSAYENIGAPMQEAMTGMAQGATGGTGTGTGGTDAAGGGEQAGSGSGPNTTPLPNPWAAPAAGTGAGTGGVP
PSSAFGGMGGAGGMPDLASMMQSPMMAQTMAAMAQNPELMAAMMQNHPMLANNPMAAQMLQNPEMLSSMMAAMAGTGGSG
MPGFGGAGAGAGAGAGAGGGSLQAQEEAAALRYADQLAALAEMGFTDYDANLRALVMTGGNVDAAVQRLLGA*       
>Ddis_XP_636826                                                                 
MAEITISIENENFIQVNLQPDQTVEDLKRRVEFETTILVNNQVLTLDGKVLDNEKKLSDYSIKGGDFLLITKNVLRAPQQ
RSQQPQQPQQPQQPQQQRQPQRDPLNSPQDILDHFTNNPEDLTQVINSNPALANAILSKDMKFLTHFVEQIKEQRRIQEL
ALKDPYGEEYQKLAYQHIQQQNIEKNMQHAMEHTPEVFASVYMLYIECSINGHPLKAFVDTGAQQSIMSEKCAERCEISR
IIDTRFHGIAKGVGTSKIIGRVHSTDLKLGNSLFSVSLSILQNQDVDFILGLDMLKRHQVILDLNRGVLQIANEKIEFLH
EKDLKEILNKEQNDLEEDTKKATANSLSPSTTSTTTTTTTTTSPQTPTNATSPVNNNNNNNNNNNNTRPPINSPPVAKTP
QPTPQPTTNQYASESNIQTLIGLGCSRDKAIRLLTQAKGNVDVAASMFFG                              
>Ddis_XP_641618                                                                 
MTNNSYEKIKPNHETGIEMEDNINLNNNNNNINKNDKENNNDYDKDLLRIKVKNAEDPIIYINLKGTDKIQLFKSMILKQ
KDKQSHYNCRIIFNGKMLKDDQTIADCKLNNDSVVICSITEPLNIQPTLAIIPNSTTTTTSEINNNNTAHPFTPLPTPPQ
RQNIHQDFILDMERARILLNGNGNGIDIDDTTGVTVTQNNRNFLFINENSAARESLELFFGLSFGFFFGPLSLFWISKSY
LSRTAKLGIVMGVIFSVSLSLVRMSSTQATS                                                 
>Ddis_XP_641211                                                                 
MLILVKTSTITFSLDVQREDGIDVLYNKVAERSGQKVFQFSLIYAGDVLSNSTSKNTIGACGIKTESTVHMIIIKEFKLT
IQYLDKSYPILVPNNEGLKISTLKFQIKNSLQEVIDGLESKSVNGIVLSKNEIELNNSSSLQSVLNNGDMVEMKLIEEII
IPPTTTTTTTTTTSSPSNYLEEKKRKEKEIQDENDRLLKSFIENNESITSDVEIMFCFDTTGSMYPIIENVRKEVTKTVK
CLIKDIPNIKIGIMGLGDYCDGENLIKTLDLTSKESDIITFIKEIPRTSGGDCPEAYEYALLKAKQLSWSSHTSKAFVLI
GDNVPHEPSYTNLNINWFKECDDLYNMGIKIYGVKAGTDSSVSCFYQEIAERTSGISIDFKNFDLITRLFLAICYRESSK
TQFEKYKSDIKNDKDSNLSKILDDLNKDNYEVIKSDEIKKDNNNNNSSNNNNNNNNNNNDGASSSTNNEEKNKVIVRDYG
KPINLKSSQKWFNHEIDINRKPQYIYSNSLKYFVFHTESKGSRCNLM                                 
>Ddis_XP_641066                                                                 
MYGMSLSSGLVGEIFIVIYVKTLGVKTISLPFKSSMSVTTLKSLIYTKEGIEVNQQALVFAGKPMEDCKSISDYYIHKES
TIHLSLRLCGGNIQGLQIDEKYFSPKFNGDKWLGCGNVDGEWPVSYHGTGKHESKSIAENGYNLSRGRNFSFGHGIYSTP
SIKCAESYAKSFDHGGSTYLVVFQNRVNPKTLIKIPKSITGNEEFWISPKDIDIRPYGFCIKKKIN              
>Ddis_XP_641064                                                                 
MSVDTLKYMIYLQEGIKLNQQRLVFAGKLLEDGSRSLSDYNIQKECLIHMVLKLCGGNSQALQIDPKYFSTSFNYDFINI
IDVKQFFRGGEIYVRPCGWMRYALNVTNLFDNDCDKWLGCDNEDKNGQFHIMVLVNINQKSIAEKGYD            
>Ddis_XP_629435                                                                 
MYIYVSLVGKTFELQVKNSDTIEKVKSRIQEKEGIPPDQQILIFAGKQLEDVHTLLYYNIRMESTVHLIVRLK       
>Ddis_XP_643687                                                                 
MSETRDVRYFADFIKNTPNNEPKEVITVVGHVLQCLEESEDFFFNFEKFSEMVEVLWFKLGQNPNHNDLIQRVDQFFKKI
IQIISTRISQSEDFSSENLKVLNLIFSPKPSGYREYRYQENGDDISSKLSSFEANGFFEGGGLNCLINRIEKFKHSFENL
KKIVNTIKKITKKVEKVEAQTVEHLIKIVFQKILGATDEEFKNENKKDLDLIIKHLSGIVNNLQYEQGHNSGTLQDMIHQ
QGLMVSLKCFKSPSLFQRNAGLNDIIRFCKSESNSNNSSFMLRNQQFSIYVAPHKIVEWLKENQVVELLYGETSHIQLLQ
KCTDILKFLAEQKAFDRKYLDLIWSASEGKHETIENAIYDSIGAIAPLLPPEDIDYLFDKVQMIPYNHYTQITLNLVRSL
TQRQQQATNSDGITSRGLDIFWNLMQEDCDVCNDLSNASLVSLQDSFQFYPNQRGHFLTRALDHIDKHRSVVVSLRLVFH
LINSFAEKKKKRDLHGGNNNNNNNMMNNEAEMANVIESIDSQHHLVDLLYNHLVYYTTQCKQIISNGYNTDRNAMNVDGG
GGGSDKHPYKPPQACDDYTFADRVSHMEQIQDYLNFIRFLYDKSSLSLTKQHIDIWWNIFVLEPVSHSDRTHFFNWVIDH
LSLDEHQVLYFINKFQTLTFTDLDITGFEFYKFCFNLIKSHDYNNNNNNNNNIDNNNNNNNNSNNNNNNNNNLIGLDDLW
RILLEAQNEQVGRAACSFIIEQYKDYKNPEEFLNTCMAKLSKVPIGNDSTMDPINYMLVTRCLSLVKKYLEEFGSRSSDS
FKKHFSPLITVRFSSQRNVFKFDVKSSESIGTIKQMLAYNIKSSEHCICLTFQGKMMVDDCQTIEDFRVGNGDTISFQEI
GEPRQPLTYVQSVSINFDQNNFALLFSLLNIQSIAQDVWDLLMLLPVNKQIFSEITIDIVNNKNNNNNNNNNNNNNNNNN
NNNNNNNNSNEDGQQQQQQQQQNINWDNLFDPKSSYRLLYSLLIIESMVVNDSYHSSDGNDNNLDGPNEWKQKFISSGGF
DHLIKVLMTTDLQNPSRGGKRNTCLSVLLRIIFSILESNHFDFNAITSHQISPADFLNRLISLTWNQVIPTTHEENLSTH
ETEDAMVVSHLMHLIVAILSNNDQLFSIFTKNKNILQWISLIILDSKDTFLRDKAANGIRDICHYISPATTKHYFLDQFL
TLLFKNVADDRQSSTCQQFFDVLNHLLNEQVRSLTIDASTSSFTSVYADLLLKLVDMIKTQPIIESTAIYQPDVLLMGLL
NLVKILIQDNNEFKLLAGQKGGLVKEVFHECLFNIATADNHGSTCPPKCKTKESRDICFAVLLELAKGCEPNLREITTLL
MEHHKPEEKRSLWSYFPAGNEKSITGYVGLKNLGATCYINSLMQQLFMIPGFRYNIIQSEEKYNSPQEQQESLLYQLKII
FANLQESEKKSHDPKDFCLTYKYDGQPINTSIQMDADEFFNMLFDKLENTLKSTPQEKLLKDFFGGSSVNQFISQECNHV



SEREEPFYTISVEVKNKKEIQESLQLFVESETLDGDNKYFCSSCSQKVKALMRRCIKDLPNTLIIHNKRFEFDLDLMKRT
KLNDALRFPMTIDMEPYTKEYLERKEAIEKAKEKGEPIPEVAPLHPPSYYQYELAGILVHTGTADSGHYYSYIKEREPIC
EGQPRRWILFNDQATEVFNPDDISKACFGGYDDQSKGNFRAGPRVNNAYMLFYERSYIQGEMTKKYENIKQSDASKLVPK
EMFSSVWKKNMKFLNDKNIFDTNYFSFLLNIIKLDEPSDLDSNNQMDFISSQELLKGTDSIDDQKLSSQDNELSSGGGGG
GATSELSGGEVGLYNGGSGSEFNQTMQSIELGTRFLIETLFHSKDRKMLGDTVNYLISLYERNLDACYWLLNTIVEQQGS
DNSWIRQVFLTCVTFDPREALIKLLLSVVKTLIPSEKENYGLDEDNEMMSENSGASITSIDEEDGDDEDDGGGGDDDSMN
TSSGTTGKGKQKVSSSSSSSSSSQMNYDQDEIYPSFSSLKKPKSIIFKFMDVFLDYIKEAPMHWKHFSYYFLFIKDFSLL
GEEERKYLINRNVIGRLIDLFLGDESQLSKTIPPHKKPKMGDKYSSPQFLNMIETINILVHSCHTRYSKMEFDKNGSYQT
MPGQFTLNLAPMPETDMELLYDPIFVAKAIKDTLLIKPITEIVSYICFNDIDTTNTITQYIEGFDQSKTSLEVLLPLIKL
DDQCREERVDIVIPQYINIVEEIFKNRNNLSFLKTLVEAAQQYYFISDWFKKNFDRWVTSWLIGNEHSEVRSDAFTLLIH
INQLNQEQPDHSAIIETFSFLSSVDTIKYAKKICKKDKDHRGVFKFEYYFKLLRLSLVVPECKQIFTQVASLFYGFITDI
IFQQNEIDRNRQELTHFLVDVLRDQPENIALLQKDQCSTKLMDYFISISSKEDLKQFNQKSLPSFYELLFILSCDKQSFL
EYVVGHSNFQWACKFLLCECGEYQDIAVFLFKLLELVSRTPKHAQSLISHFLGFPNFFFYPAHSLKVMDILTFSKKEAIC
FVNSQGINVFSKFLGSSKDSQENVRQYPKAIDIIFKVLSLIHSPQSPQDSSSPKSTNVIVIDEDIASSSSSSSSNIQNPT
NVNVNELTQEVKTLSSVLYNLMDSGEIVCQKAQKLLNFIAVESPDITILTFSDFITKWINKKNSMINNNINLINNNNNNN
NNMMNSINLVDNDPKQPSIPQFSHGNPSQQYPSPFAQQPPQQQQQHSRLNQNQQLLNQFSFSETFFNSLIEIVLISMQSA
TSQNSNPSLESKASISLAKLVKEVLNINMEMGSRILSRVIDSLKVEDRNSVISHCIEHGFIGTCETSPTTPTSLNSLYDL
VKSFLQDKANEETVNNFCTDLEDKVTTSIVSIKSLENSNDNQIDTHLLSLINALHQIQLFNNCCPTGKSHISLSNIINSL
NEFANKECCNIQSENATLFLTSFKPIRPSNN                                                 
>Ddis_XP_642815                                                                 
MQIFIKTLTGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGGKK
KKKKTYATPKVLKRKLRKVKLAVLKYYKFDENGKIKRVLRECPAETCGAGVFMAQHANRQYCGKCHSTLVKKSK      
>Ddis_XP_642720                                                                 
MLVLIKTPTITFSLDIEISDTLSVLYNKVAERTKNKSYQFQLHFAGDVLSNILSKAIGACGIKKESTIHMILIKEIKLTI
KYLDKDYPVEIPNNAGLKVSHLVSHIRTSLQTQIPLLRSYLNSVSLYKTGTDTKYTESMSLQENINCYDTIDMKIGTPLP
TTTTTTTTTGSTLNKKEPLSKYKYNNKNNNNNYSKTKGYESDTSSDSDSDSESYRNRYNGKSSGSGTGSGSSKPSQYEIE
KEIEERNERERIQKEQEKMEDDYLLKNFVQSSMSADVEIVFCFDTTGSMATIIKSVRTQIVQTVNRLMKDIPNIKIGIMG
MGDYCDGVNVLKVLDLSSNIDEIVSFINMVPNTSGGDEPEAYEYALYRAKELSWSEHTSKAFVMIGDSNPHEPTYTNLNI
NWFKECDDLFDRGIKIYGVRALGTSIFYSDLAERSGGVCINFKKFELITQMFLAICYRESSKEQFDKYQNEIKDQGDICE
EMNEILDDLNKDNFTVIKGNENDNDNDSSKTTTTTTTTTTTTTTTTSTTPKNNVIFKQYGVPSYIKVNEPWYKINPNLQV
DPKFVYNSNTGYFENFRVGGQRRAEIVESNITDGKSTSSSSPSSSSSSLTITSSMNSMKLFDFESRIINETNLETIKKNK
VTNKEKIIYIIGDSGIGKTTFVNNLNYVGKSYNSKLRFKEKSTSLSQSDFDTTDLFIVCFTLQGSSNSYNNFTNYFTEIR
KRDPMKPIAIALLQNDLIPDLNNKATYQPSALQQLYSLAGTLEFSSKMPQNQIKLIEKSINSKLSSTSSSSSSSCNLM  
>Ddis_XP_641560                                                                 
MQIFVKTLTGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VECSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN                   
>Ddis_XP_641065                                                                 
MSLSRGLVGDLLSEIYLKTLSSKTSITIFVKTLIGKTITLAVEPSMSVDTLKSIIYMKEGIELNHQRLIFAGRQLEDDKS
LFDYNIQKESTIVMVYKFLGGNSQALQIDEKCFLPKFNYDSTKTIDDKQFFRGGEIYVCPCGWMRYALNITNLFDKEGDK
WLSCNNVDGEWPVSYHGTGKHESKSIAEKGYDLSKGKTFKFGYGIYSTPSIKCAETYANSFEYEGCTYLVVLQNRVNPKT
LIKIPKSQTNDEEYWVSPKDEDIRPYCICIKKLIN                                             
>Ddis_XP_641063                                                                 
MDQKLVYLGLSSMSGVKFSEIVEEDNIESSVDILKAHELSLSSGFVGNLFAQSSVFGGNIFAQSPDIIYVKTLSGKTIDF
PFQSSMLIETLKSMIFKNQGILEDQQRLLYAGKQLEDGRSLFEYNIQKESTLHLVLRLRGGNSQALQIDPKYFSPSFNYD
FTNIIDVNKFFRGGEEYVRPCGWMRYALNVTNLIDKDGDKWLGCNNTDGEWPVSYHGTGKHESKSIAEKGYDLSKGKRFL
YGRGVYSTPSIKCAEAYATSFIHEGSTYRVVFQNRVNPKTLIKIPKSQTNFEEYWISPKDEDIRPYSICIKKIN      
>Ddis_XP_640413                                                                 
MSSNEELVQVKIVLFGDEEHLSLDINNTCTVYQLKEIINKQHDKKPLISDQKLIFAGKMLEDEQVLDQVFKQRPTSSSVH
TIHLILKKKIISPSPPNSLTVNSNSNTSPSLSPNSTSATINNSDSNNNGNSNSNNGLYSNAFNIPNPFNDNFPTTTTNTN
TTATSSTSPSLSPNNNNNNNNNNTTTTTTTTTTTTASPSSSSSSSTSSPVLSSPLQTTTIAESFANENNTINDSDKDSND
VNQKDLSELREHFSQSHKYLEQEFTKLQRYSSKKKENSKLILNDLNIDIESLDQNTLNRLLSLINNNSFINSPESFYYFP
SSDGDSASSSSKNTSKEKLSKTDQCLRINQQLYLQQQLNRQELINLRPQPMNHHRHGSLQHRAHLQAEFQALQQIRQRLD
QQQQQQQPRQQPTAAAPAQPQAAPAVAAPAAAQPRVRVFRINLRNIVKFIFLALFLQGGSMERMITVGVCIALYYIYNIF
FAPLPRPNNNNNNNNNNNNNNNNQHPQPQPNNNNNNNNNNNNNNNNNNNNNNNNNNNNINNNDNDNINNNINNENNNNQN
QQPRAEPQQRPQDFLSEIVLFFSTMLTSLLPTYRPNDQQNNNNNNNNNNNNNNNNNNNNNNNNNNNDNNDNNNNNNNNNN
NNNNNDNNEQPNNNINNNNGNNNINNNDDNNNINNIIPNEVQN                                     
>Ddis_XP_629436                                                                 
MQIFVKKVGNSAVSYEFKETDTIERVKAVIEGREGVPIDQQTLSFLGKKLENGRTLGELKIQPGSTINLSLRLRGGN   
>Ddis_XP_628866                                                                 



MKVHCQLLTNNNNNNETIDFEVDQDNTLLVDLKQMIYNKTGTPVNRQAIELENKKLPHRYDKKSISKLHINESSNIRVVY
VLEGGCCGVGCDICGCGGSCRCSIQ                                                       
>Ddis_XP_628861                                                                 
MKVHCQLPTNNNNNNETIDFEVDQDNTLLVDLKQMIYNKTGTPVNRQSIELENKKLPHRYDKKSISKLHINESSNIRVVY
VLEGGCCGVGCDICGCGGSCRCSIQ                                                       
>Ddis_XP_642449                                                                 
MLIKVKTLTGKEIEIDIDPTDKIQRIKERVEEKEGIPPSQQRLIFGGKQMGDDKPASEYSIEGGSVLHLVLALRGGL   
>Ddis_XP_001134622                                                              
MANEIITPTEGELKTIIDKTAAYAAKLGESFENKVKQREGHNAKFNFMKEGDQYYPYYRNKIVENKAKIQADAAAAAAAA
NPKTPSTTTTTTTTTTATTPLPTATATTTSPTPTTSSTIVPVPQTNSTQQLQQQQQQQQQTTPVFEKPQPPPPPPPKKEP
TQPDPLLYILDVPDFMTPLELDTIRLTAQFIAKNGDSFFMELASREVKNSQFDFLKPTNHLYEWFRALVESYAQIIYPPQ
GIKEQLKSNYFSNKQTILERAMNRCEYNQLKEIEEQKKEEREDEEKTIIASIDWHDFVIVDTIEFNEDDLDDLPQPRTFD
QLIAGDTPFGGSDFDNDGHGSNGKGGQDMEMEMDMEMEMDDEDNNNNEDEIEESSLSSTNTTGNLPPKDQSKLKIVKDYQ
KSNSSVKSNAPTKLTQLCQFCKQEIPLDEMQEHMRIELIQKQQRDSRLGGGGSSNNNNNLTNTLTQDDDIARNLQSFASK
RVDIFGETESSKKQDEQPTQAPKVIWDGHSGSIPRVQAAQQAAQLAAQQAAQQKAAAIAAQQASQQQASQQQQQQLQPPQ
PIGIHHHPQRHLPPGMMPPGMMPPGMMPPGMMPPGMVPPPPFGMIPPGMVPPPPPGLMIPTAPPGLMIPPTQQQQLPPQT
NTSPSSSSSIKVEEPQSKKLKIDDVLIPESVWLQNNPNPVNLTVEMADKSNIYQITLQPTDSISLLKEKIKELNGMPTNK
QKLQAPGLSILKDTCSIAFYNLKSLAIVTCGQKKKGGKKK                                        
>Ddis_XP_640050                                                                 
MKVNCQLPNIEENILELDIDNNNSISDIKSKIYNLHGIPIEHQIIEIDSKKLPTRFDKKKLSNFKITDSPNIRVLYDLNG
GCGAGCDCCGLGGGCHCTIL                                                            
>Ddis_XP_644704                                                                 
MDTIVSSSTTNPPTTTESTINSIITTTDSNSNNTNDNTTTNTTTTTTTTTTTNIINDSDLKTKTTTTTTTIINEENSKIT
IKTKWNGKEYKVLISKSSTVFDLKRQLETMTNVLSKRQKILGLSKGKQPTDEMIIESLSIQDNHSIIMMGTPESNIIADV
PKTSGDTDEVFNDFEFDYIPDSDEISHIEKNKNQLLAMIERSNDISLINDPRPNKKLLVLDLDHTILDFKDQDVENMKRP
HLEEFLVQSYQHYDIGIWSQTSWKWIEIKLTELGLLTNPRFKICFVMDQTLMFKVTTYRTINGKERTKIKHNVKALEVIW
KHQHLGKFFSMKNTLHVDDLSKNFAMNPKNGVHVPPFKIKDAKKYGDNVLFHLTKYLKSISNEEDITLIDHKEWIRKIL 
>Ddis_XP_643453                                                                 
MKITIRSLLGHSFELEVNPSDTTEDIKRKIEKHTDTPFDQQRLLLSNKKRMEEGSTIEDSGIIDGDHLVLFIRLPNRRSL
TIDHRSDSYTEFITAIEKESKCQTTIISTTTTTTENEINNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNKNELSNSNS
NSHHVKKKRKNIKKEHKSKDCTIQ                                                        
>Ddis_XP_642716                                                                 
MSLYFRIKRNEQTIFLSAEPNDTILKLKNDVANINKLTDGNISEYIRFFFGGSPLDDKKTISQLHVPNDSIIFMYLTIFL
TLFNNNTKYTNSPYKLLTKNKNNNDNNTGDSYEEIAPSLLNP                                      
>Ddis_XP_641020                                                                 
MQIFVKTLTGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIEPS
LVILARKYKCDKMICRKCYARLHPRAVNCRKKKCGHSNNLRPKKKLLK                                
>Ddis_XP_640591                                                                 
MLVKVSIHGQEYDLEVQPTDKIQEIKSKINELNGTPVEQIHPYIAGHAMKDGTTISDYPQIVEGSKIQVRVILKSQSDNS
EKSEKSGKSEKDCILM                                                                
>Ddis_XP_640258                                                                 
MQIFVKTLTGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEGSDNIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEGSDNIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VEGSDNIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN                   
>Ddis_XP_645989                                                                 
MLTVNFLATNNFKTKYSDLSKDTTIDSLKIQFYREHSSNLPLPSSVFIESDEESNNDNHVNNNNNNNNGDKEVEFKEINQ
SDEKVVEEKTNHYSRAHSSIIHSHQIRFIFSGKQLENFSTLEENKIENDSTIIVAVSPFLVNIEEQFIQHQKKQNQKESS
NQDQSDTVFVGVAKRDLSYMGGTIEEKIKYKLSINDRSFKSSSLQSNSQELQKLDDSTTFNLLSRINNFNDSTITKDQTA
SPIIPNVNLIPSTKSFNNDSKLDSTLETSLDRLSLYEIPSRDKMDYLNSSSPPTNNPTTTTSTATTTATATATTTTTKTN
QEIIKPKLSIEHFSPNGEVSFADSISIMFNRPFLDLSSNTKEIELPIKIVPPVKGASWQSVDGILFRYRLPTSEPTTTTT
TTSFGLNSSQPNFFPLSTTYRVSVECSNFKKLFKEDIAPLEYSFTTSPQSLLNWEFNNDLILPQIKLTFSQPIDWSKSSA
IANLFSIKTSSKLDPKLTNLSFVPLNTNDESCHWKKQLEQSSTTVRDKIFCVSITSKNIIKYESTIEVDVKIGSIASKEG
PNFNPMKNIIGRILTPSFLSIKADLLPESILSKATEVSFSSNNILESKIIPSNQYDNYFSIIPKVEITSVSICGKSVRIF
AKFKHSQTYSVSIKKFKDIYGQIGDSHGIFSFPNIPIKIWTHPSISSFTNNFYNLDPNSQPIFKINSTGTDQLIIRAFTV
SKKTLKRKTKISGSLKVDVNKIKNENGEFESISTTTIDLASFFGGRNVHSCKFQLLLFSISYPGNLISQVFEKGDDGTQF
LLQYTPINVNSFEVGNQFIINATDSISRENLKNLSLKVYNDDDGDEKDKKSFKQYTITDSQIQLFEKSTIGGSHMFISTL
DGKNKCLYQVPINEINKKPYEFTTIIFAQQGIFRPGDTVNVKGTIRVVVDEGVILPDSKFFSKYIDVYQNDDMVNISYTL
KDAKKKEVAKGITKLNEFGCFDLKLVLPLDINLGNCSVVYKYCNEEFSFSDINVQEFKLKTFLLECSMSTESNRGTFELE
TPFGVELFAKSYTDEIIPNTTVDWKITVRPLTPILSNLDKAFNYFRHETDNMYFGESFAYKSKRSPNGKHNLDLVLQECS
QRCEVRVHATVADASNNQEEISKNFIVENTKFTNFGVLSSSSTITHLINVGQDFHVDMSLRYFDNQQSFDGKIDAEIQKI



PYEEDLLPENVHKSTIIPHTDTPLRFSYQFNETGYYKIKLNYSNGGEQLSQYHTISLFVFGKQSQAELEYKECTAPVKQT
TTNNTSLLYGKETFKAKPKLDINCSLDKEIYQLGDTIKMCISSKSLNAKGYICCSKENTIINVIPIQLIDGQHDCKFEIN
EKVYYQPLFYVYLEGSLLVEINGGQKVNRLTSSFVKVPVKIDYTDKLLNVQVEKCNKFQSPSEESNITISVKDKNQKPLS
NAHVSLIIVDQAVLDITKHSIKTQWDPLNTYFGDGSFFIGRNKMNSLLDKTIYNDPVEIKTIELDLEDFQGDNELQIINI
KYMAGRIIQLKVSDETTIGELQQMIMDRDGLPPSSQRLFYLNKQIDSNATMKLKEFSIVNKATLNLVIRLHGGTNTPPSD
DKPLAQDLNKPIRVRSNFMPLAYFGSLNTNQDGKVTFTYKLPDNLSTFRVMALVHYGKDQFGSCEHTFISSLPIMVRPSP
PRFLNHNDKAIFPIMISSIVDCDLFFSGAIRSNNCNIETKGFSGVLPAKSRIIFPVHVNALVSNCIADFQFVAKTQLLDH
SQEICDAISFKFPVFSSSVLETTTINHSLVNLKSKKEISSHNLKLDNWKDLDQQLGGLTITLSKTKLQKISCSVKDLLHY
EYSCSEQIASKLLALSTFIKYPHLLEEKDIKALGLENIKTNKKPLEDMVEILKKRYQSSDHSFTYFDDKKSGSYEFVSVF
VYFVLNQISDLSEEAKKLASKAEAYFSGSANVMVFNRDSYEKNKFQYLLGKAFASFVYGTIKQTSVPHTSFISKVLQTAK
FDFSNSQYQEIFIYLSQFYKSHLDFKNISNYVTITGSLAYVTSSPIFGFYGDTRLQSILILSLLESGKTSHKDHPLLERL
ISGLAHFVNKEGRYGTTQANAFNIFAISQYEKMKLSGEKVDPTLDASIILGNRYLEKKKVTIGDSENYTITVPFSQILKN
QKPLIIQRKTKGTLYYSINLSYASLNPISKAIFNRGLNIKRTYYPVSNSNDVIYHSPIGVDQPQTIEIKAGSRVKVTLSI
KVDHVSSFIVIKDRLPSGLEPLLSNSYYHNGYYFNHVNNRENGVEIYSNLLYPGVYNYSYQTIAITRGTFISPSAKIEEM
YCPATFGRSSSEIVLIK                                                               
>Ddis_XP_647439                                                                 
MVKINIKSSTDNKFDVDVELGITVADFKKVIATKCSIPADQQRIIYSGRILKDHQTLDEIKIQDGHTVHLVKGAAPPPPP
PVEQQVPTPSNTQPQGIPGVPQNINDMMNNPMIQEMFNSRMMDSLLDNPDIFRDMMMGNPEMREVLNNNPEMAQMLSDPR
QLRQSLEMMRNPELMREMMRNADRAMINIENHPEGFNLLRRMYTDIQEPLMNAANQQAASQNQTNSNPIQTNTDANPNSQ
PLPNPWSTNSSSTSSNPTSSSPSSRPTTGSSTNTGASNPWASMFSGGGGGMGGGTNNTGTNNTGSTNNTGASNPWASMFG
GGGGGMGGMGGMEGMLGMDPERVQQLLNNPVAQQMMQRLMSDPAMMQQMITMNPQLRQMMDSNPQLREAMNNPEFLNMMT
NPENMNAMMQLQQAMGTLRNNGVFPGGMGGMGGMGGMGGMGGMGGMDFSQFGNMFGGMGGMGGMGNNNSSTTRPPVNQEP
PEQRFRLQLEQLEELGFVDRAANISALTSTNGNINLAIDRLLR                                     
>Ddis_XP_645986                                                                 
MQIFVKTLTGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN               
>Ddis_XP_645688                                                                 
MVKVNVKWNKEKYEVDVDPSEPVSSFKGQLYSLTMVPIERQKIMGFKGGILKDDAQWKDLDLTEGKNLMLMGSAVELEKP
DKPIVFLEDLPPSKAAALNSLLPAGLTNLGNTCYLNSTLQCLKTVPELLTIIKNYKPKTNSRYSNLLKSSQGLFNDLSRL
HEPVTPSVFLNTFRMCFPRFSEKSPEGLYMQQDAEEAWGELLTAYAHELPLDNANGTDSHSADLIKRSMIGKLFGIQVVE
KFTCKDNPEEEPTTREETLLKLACNITVETSYLFDGLKKGLEEEISKASPTLHKDAIYTKKTLIKQLPKYIMVQFVRFHW
KDATKTKSKIVRVVQFPFTLDLFDLCTPEYKERLSPNRKRVEDEFNASLERKRKVIGGSGDGNDEDDKQVEKKAAVNNDN
QPQSSTSSNDSVSTTGAAVDDDVFFKENETGKYELCAVLTHQGRYAESGHYVAWVKKSENKWYKFDDRDVTEHTDEDIKK
LSGGGDFHICYLALYRTLTVKPKSSSTITEQK                                                
>Ddis_XP_640052                                                                 
MKVHCQFPSTKEIIQFEGLDPKETTINDLKNIIYYKTGTPVSNQVIEFDTKRLSNRYDNKKLSKLHLAENSSVIIILKIY
IYLRMVYSLEGGGGVASGCSCQIL                                                        
>Ddis_XP_638839                                                                 
MNINIKKLDGTIYSIEGVTLETTVPELKKLIEAKSSISIPLQRVIYKGKVLRDDKTLQFYNIEDGVTLHLAERAPEANPS
QSNSGSSGSGSSSTDSISGGSNSPIDSNNILNTVMRSIGQQQIPFDTQIRNSIANINNPSTTLINGPIPPGRDGEPYDPQ
REPSHERLSNYIDLTTQEINTLMTRMNELNQQLRNNNQITDPTQRQQIQTDAGALGQSLSRLSTATNLLSQCVNAYRPTD
RPNTTHFVPSVSQITLNLGPNGITPLSTTTTTTPADLLNFNGPNGLPVPIPGIPGSYISVIPGGGNLSQLLSNQNTTTRR
QTSRRSRDPNSSGSSSSSSSSSSSSSSSSSSSSSSTNTTSTSNSSSSSSSPTTTTTTTTTRSSSSPTRTRTRTRTSSTST
TATPNTAAPNINQDIPNVISQTLGGLFSSLNQQPGENPLGGILQSVLGGIGGISNNGDGNNSGAPDLSNLLSNIFSNMPG
QPQTNSSSSSSNTSSSSSSTTSSTSTNNSTPFTSIINNLPSILLGFQLIVSGQREQVLRGHRNIRDTLVQEILSGNSSPD
NVDTIANSFSNTIRQQTMDTTLSLQLQQNIINRNYPEIASQVARKYINRFFGIFLVSPDSEDYNIQQEMSSFSNQFVREL
VDSLATCFSNGKDGALEFLDSFVNQKVITQSPMLAPFSRMTSEYLRDVYESSPPLDSLPLINVSLPEQQQQQQNNNNRNT
TTTTTTTTTTTPSRSTSSNIIPPEWMETIEIDEARQSSGTSRTPSATYFKGKKKPTTNNSNNNNNNNNNNNNNNTSDINN
NNNNNNNNNNNSTNSPFETVLQNSTEGTQVKYEGIY                                            
>Ddis_XP_637902                                                                 
MDKSLLTLGLSAIYNHLVIYESEKQNYLGYSFIALEVESFHKRFLQHEQSTNTDFNYINQVEIRTTNIIIKPLNGESFWL
QVKESELVKNIKGKIRYKIDLPVRFQTLYYCGKKLEDDHLISDYNITYGSTIHMEIGLKGGGGGTSFIYFINDSFISPSF
DYDFTNIKDSIVHSRGSEVYTRPCGWMRFALNINKYNTETDGKTWLGFCNGPNEWLVSYHGTKEESCNPIAMEGYKLSSC
SGFAFGVGIYSTPSIDIAKTYGRTFKKDNCHYVIVFQNRVNPKTVIKIDNIQYWISPNDADIRPYGVCIKKV        
>Ddis_XP_637729                                                                 
MKVTIKNINKEIYVFEVNGDLTVAELKNLISEKHNQTPSWQTLIYSGKILEDKRTLESYNITDSGFIVMMIKKPREAPAT
TPAPSTTPAPSTTSAPTTTTTAEPTPTTSSTNNTSTTTPTSVPTPTNNTPATPNPTPTTSSTPGSTSTTSPQQSSDFATG
TELEATIKNITDMGFARDQVLRALRLTFNNAERAIEYLVSGNIPAANDPEDEEEMEGGGGSGDNPFEALRNHPHFNLLRE
AISKNPSIIPGILQQLAQTNPALVRQIQENPNEFIRLFQGDGNPGGNPGQFTLQVTQEESEAIQRLQALTGMDKSTVIEA
YFACDKNEELTASYLFETADDE                                                          



>Ddis_XP_637468                                                                 
MNINLQFHSTGKRTELNFDETDKIELIKNSIRIMEGINPQEQKLIFDGKVLKDTSTLKSCGIKDGSTISVLFEKSSNFLK
>Ddis_XP_636210                                                                 
MQIFVKTLTGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEGS
DNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEGSDNIE
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN                           
>Ddis_XP_635964                                                                 
MNPLIKTGLESLLKIKIDENQNSNLISYKDYSSIIHGVNHEHNQINLKNEDNLNSKMLIGPDNITFFIRHLSGRTYEMKS
NFKCLISEIKNLFFKNFENSIKPSEMVLNYNGHKLENNKQLCDYNIRDHSTLTLYFENSTYSIDKNTFDPSFDYDFTSVV
DKANAFVRGGHYYQRPCGSFRFALKVLGRFNEPMEEWLGQTGKEGGSEWAVSYHSSLNEENCLTTPSFEVAKKNAFTFTY
NGLNYYLLFQNRINPSTFKREVIKNDEYWKSPNSSSQHIRPYSICIGRV                               
>Ddis_XP_640098                                                                 
MQIFVKTLTGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGL                   
>Ddis_XP_638642                                                                 
MIEVVCNDRLGNKVRVKVNSDDTIGDLKKVLSAQIGIKAEKIRLQKSYSIFKDRNNNNNYNNYNNNNNNYYYYYEIHDGD
GLELYYN                                                                         
>Ddis_XP_637465                                                                 
MQIFVKTLTGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEGSDNIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGL           
>Ppal_EFA86491_1                                                                
MQIFVKTLTGKTITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGVEGSDTIENVKTK
IQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEGSDTIENVKTKIQDK
EEGLFFKKKPNSPTTTTTTEASPTTTINSPKQQQQQEQQSNNLFQSLNFKPKSNDKSNSNSNSDNVDNQQTSSQVDNVVE
NDDVKKKRSIKKIKNNFNRPGRLLLDDNDNDRNDSSSNIEQQSTLEYEQSPTSSLSSSINEYTSDSLVVTSTPTTQTNTD
VSVRNQEQEQEEQEEKQKEQRQEEHEQEQVTIDVNNVNNSSSISSISNQDEDNNVIDVDNDIKEQQQIESDNNNNNNNID
SNNNIINEYNNKKSMFKYSIESIKDSCKKMFVERSRINDILMSNTGELKELNEQLDNAMENDDFDRAQSIDQRILEIKES
VQQLKKQQVDMLKTLQLLEVGAGESLDEMASRYRQDLSLATDNIASLQTMHRQLVDDYQQAVESELVNLQDDIAVREELL
SREHSHIQLDRELLDKSIQSLGELVARATLPLTTEKEQLIVLRQEKQVEIDELLRQLEAKKAEQLAIDQQVEQVDEKIQL
ARQRFHKEDSRIQQKKEDLEAQDQAVAKLESELLSVKQQYETKKNPVDHQSFKIIKELDELLKQDKQFNNEVNITIDIIK
EQQQRIDIISKDLINHYNSIENINKKTSSIKLNIESLQTTVLSRQKDIVLLKNSINVMLETIPQLEQSKQIAKDAKKFSE
AGSILNDIKQQQQQLVEKKQRLSELQEEMDIDNKMIATLSAELLDFENQLAQHETDSNQCLLSHLQDRIKQLKSKEEGEE
EEEEEEGPTTLKDFHKSELQWIENEISYINFCNK                                              
>Ppal_EFA86483_1                                                                
MTDRLLIAGVSALVHSNVHNQKFGTSTPLSLSKLHKSMFSSGPVSKVKTPASVKVKSEPNDDDDQEGEKTVIYMSDFTGM
KVPLEISIDSTISQIKSCFCSKVNRSIDEVALVYSGIRLADPEKRLSDYNIQKHSTVHVLPVKKSVQQPNDFHLDVATLA
SNYNYDFRGIVADGQVYYRGGQRYERPVGYMRYAINVLDQYLGGNQWLGVKGRPSETQSAPGEWIVSYHGTTTDEFGSMS
NDGYRISKSEKKDFNQGIYSTPSIKLAERFAQKFQFDGAQYLVILQNRVNPNTVEKLGNGTYYLSPNENDVIPYGICIKK
I                                                                               
>Ppal_EFA86467_1                                                                
MQIFVKTLTGKTITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIPEGVNTPFGSPSPWWYVDG
SETIESVKIKIQDKEGIPPDQQRLLFAGTQLEDGTLSDYNIQKESTLHLILRLRGSQ                       
>Ppal_EFA86341_1                                                                
MKVQCPSGEEIEIIVSQDDRIFDIKEKIHNETGTPSEHQLIKIEGKKTLSKRKDKKKISYFDLDNNSSLIVSMCISH   
>Ppal_EFA86339_1                                                                
MKVQCPSGETIEIIVSQDDSILDIKEKIHNETGTPSEHQLIKIGGKKTLSKRKDKKKISCFDLDNNSSVCVY        
>Ppal_EFA85994_1                                                                
MQIFVKTLTGKTITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEGSDTIENVKTKIQGYRARMVFHPINQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFV
KTLTGKTITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLT
GKTITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTI
TLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGSQ               



>Ppal_EFA84830_1                                                                
MSQSAYAEVTVTVNNEQFLPIPIDLSGTVEQFQKLIEFETNILVKDQLLLFEGKQLVSTNKISEYNIKHGDLLFLTKRPA
GQTAQPQQQQQQQRQRNAPAAAAPQFKNAREFIDHFKSSPMEFNSIMNSNPQIADAILNENEEVIGQLLKQIEHQRRLVE
LARDPFNEEGQKAIYEAIQQQNIEKNMEHAMEHTPEAFANVIMLYLDCTINNHPIKVFVDTGAQKSIMTLNCARKCGLDR
LIDKRFQGIAKGVGTAKIVGRVHAAEMNMGSAHITISLSILDSPGQDTEFIFGLDMLKKHQALVNLRDNVLEFGEMRVPF
LQEKDLKEILEKNDPLPENYVPPSPTTTTSTSASTPPTATATTVTSPPPATTSTSKPMATSPPASSHSEEAINTLMSFGA
TRAKAIDLLNRAGGDIERAASLYFGINKMNRVPQYKVVAVAAVSIGLLVVTPICKPLFGSIFGSTAANEAHLAQLTKKIQ
NQGEHHDDHHNVSHGGHH                                                              
>Ppal_EFA84793_1                                                                
MKITLLATNAYKVVYEDVNTDETVDQLKLRLFREHSDHLPLPSSIFEDLEVLKPKSSSGDADVTMTDDSNDNKEDDGDML
IDNTNLPPQLLHPYQLRLIFGGRQLESLSTMAENSIVDGCTILVAVSPFYLLGRQIANETKPKTENYSTTDRLFTAVNKN
NQVQFQLALDDQVGDGAGIEFSKLTELDIVEASQLLMRVPSLESQDTSSNNNNAGEPFKLYQSKTGSPKPASGKTGLFSR
LSTRSRSKEQAKHETGSSLESQFDQLSLAPLGKRDEYKRVPLSIVSQTPTGSNLLVHRIQVIFNRPFIPLCSTLDEVQVP
FRVEPAVIGGKWRWIDGVTCCFEDPKQPYQTKFASSTQYRVTPLLEVFKKYEPEIGDDEIGESWTFKTSIQYPIFGQFNG
DIADPQINLRFAQSLPLTQFNRLGNAIKIKGPFNKTINFKVVPIDSPTLCKLFKDSLPTPIKKSAEEKEKEEEKEKDESE
SNTKSIYLQLDKLDMNTKYSIQFTEPLESSEGPLVTENNLEVTFKTPEPLRVTKVNSSFEGESVVIAFNNQVDKILIEDI
DKHLQFKPNVKVSKVRTEGYNLIIHADFKPNTSYKVKVDNITSPRTTSLVSSSHDFKTPLDYCFIDVDSAYSQKFNLDPL
ARPIVKLVTRGVSYVKIESHRIDPSNAKNYDHERLAKLLTKEIQINGVEPRKQVTNKVDLSDFFGGDTPFTAKHNLLVFR
FSSKADGGNLVESYKLLQYSPFLVAVNQTKLDYRAWVTNASTQQRVKTPFIETYYNKSKVYSQRSSDSEAEALSAAPNSS
VVLSDGLFSIPKDQSFDLLIATVTVDKRKYSTIFQTVCQKEREKVEVIWDIVDALGCYRPTETVYIKGNLRITTENGIQT
PLEYYGDNQMSIVNYKLTDTRKKVQNQGHTTLNVNGGFNFNFVLPADTNLGDCSLSIDCDGHSKNFVIKVLECKRKDFVV
ESDLKKPSAGSSSSVRCGQPFYVQACGRYFNDEVMANTKVDWSVSLSPTQPDLPTTGYRFSMPDVCDEANATYTYQSKPN
PSGRHQLRLVLENSKSPMYLVVRGSVIDLTNKSEAFSHTCKVLGTQRYFGVSKCRDEFINLSDTFQTSLVAMNSSGKLIN
EGKFQVEIKMVPWEDDLPMVNEFQGEIVPSKAEPTNFTYKFNKRGAYCVKFTYECPDQEPQRQSHNIFVLGEQTQAEKEF
KENDSKTLGQYNDSFEQQQSTFGIPSIPFSAFDNKYPINLALLVKSGSEYPKIGDKIELLVTCKLQCGMGMIMQSKSKSI
VKSTQFNFEDGKYLFEHVVTEKDFPSFNYTVYVEGKVSVYHNNTIVERYTSASINKQFSVDKEMKKLQIEFLPYRKFQSP
NSDISITTRVLDHQKKPVTGAEITLIVADESLLSLTNKSTNNWNPIDLFYYEGYQNNQCFSLIDDTMFCAPDVKEEEVTK
PKDTIVNITVRYLSGRIIQMSLPLNANIDEVRKVVLERDGLPFTSQRLLHKNKQIEKGTLFENGITTDDTINLVIRLSGG
GDTGNEKEDLEALRLPAIKQIKVRDNFKPLATFQSNRFSDENGQVVFDFKLPDNLTKYRVMAYAATNDSFGKNQEFFTST
LPVMIRQNPPRFLNYNDECTFPIVISNIVDYDVEVSCAFQTTNCISSTNGFKSVIPANSRIIAPFQVKAITPNVKSFYHV
VLASRIINTPGVDAEFTDAVKFDFPVYSPSSVESNTVAGFTDAEKIVSTHPVKLSNWQEFDQEVGGLSVNLATSNITQIS
SSYEYLMNYKHSCSEQLASKLMCLVIALDLPELLEMENDRPSEENLEKAITEILEILKGRLKATGEFKYWNSDTSYEYVN
VYVYWVLDIIENEFNVVLPKGLMAKAPAYLRGAADIDKTHKEYTKYDRSSYLLKKAFALHTYEKVSYGSFESHNAIDSIL
VKEATSSTSPIAADLSAILLPLAHGVTARQLVRSLENKLVVTGTTAFFEGSSINGFSSIMRSSCWAALSMIDDDQCKHII
SKLMFGIESKIRDPRQSMYFNTQDSALTMYTLFSYYNNKAVNKYNVQVYLNDFTLEPKPVEITDENTIYTKFIPMKTLIK
NQGELLIEKKGTGDLFYSLSFKYAKSNPYYPAVDTRGFVITREFIPLGKPEDIQQIVNEAGLRQTVIKSGAKIKVKLTIK
STYITNFVVINDNLPAGLEPINNLYSTRYYWTSHSNIRDKGAEIFADLLYPGTYTFYYNVQALCHGSYICPPARIEEMYC
PSTFGRTSTDTVIII                                                                 
>Ppal_EFA84657_1                                                                
MISQDNNQDSSCLTTTTTTTTSSSSTTTITGGVEDSPTMSTTTTLIKEGASTIIIDSSPLKKEIECTKSVVVVVAAAATT
TTTEELLQQEKPKEAELVNICAKWSGKEYRVSVERSETIADLKRKLESLTNVLIKRQKILGLSKGMLPPDETVIGTLNIP
ANHNIIMMGTPEANIIVQLPVENENVFNDLEFDYIPDSDEISHLEKNQNKLVKYRAKAEISVINQPRTNKKLLVLDLDHT
ILDFKDQDVASN                                                                    
>Ppal_EFA84558_1                                                                
MNIGIDLDDDNNSNKNYIAVNSSSSSSSSNSNNNSNNIKLNIKNAEDTLLVVDVSPKDTIDHLKSLILERKAKKAHKIRL
IYNGKMLIDSNSIEESKLTNGCFIICSITAPLNLSPTIAELPHDAILNATPPTPSISTSQPTSLNVNNNILYDPTTNSFR
TNDDIILEMENFRMNQDTVEELEFMSLQTNIVRDSLELIFGMAFGFFFGPISLFWLSKDYLARSIKFGIIIGVSLNVLIG
LSSVTSQ                                                                         
>Ppal_EFA84224_1                                                                
MVNINVKASTGDKFSLDVELSITVQEFKRLLSEKSNIAPEQQRIIYSGHVLKDHQKLEEFNIKDGHTVHLVKSAAPPPQP
PTEQVPNPNTASSQPPPIPGMTNNMSQMLQNPMMQEMLNSPAFQSIFDNPDVFKEMIMSNPEMREVLNRNPEMNQILNDP
RALRQTFDMMRNPELMREVMRNADRAMVNIENHPEGFNLLRRMYTNVQEPLFNAAANQQHASNQTSSTPATNPDTPLPNP
WAPQQPAAASTGSTNTQQSTANRNSGTGTGTGTTPANNPFNMFGGMGGMGGMGGMGGMGGMGGMGGMGNMESMLNNMDPQ
QLQSMLNNPALQSLFSNPQMMQQMVESNPTLRQMVDSNPAMREAMARPEFWTRMADPANLQAMMQMQQAMGTLRNNGFFG
NDMLGGMGGMGGMDPFGMGGFGGGMGGMGGFGGFGGSTPTTPPQDQEPPAQRFQVQLQQLNDMGFIDEADNIRALQATNG
NVNAAIERLLR                                                                     
>Ppal_EFA84198_1                                                                
MIILIKTPTVTFSLDIDSSDNVSVLLEKVKKRATLELYQFQLTYAGSTMNIPDEPLSNFGIKKESTIHMNIIKELTYDIE
YNGTIHKVPIVNNPGVLVSHLKQVDPSFVNKLVCFKQGNNELKDYSPLQTTVETNLTIFTEVKENPLASTTSKPKEEEIP
QISNEEFTSHFLGSTLSNDVEIVFCFDTTGSMYSVLNEVRAKVRETVTKLLEEIPSIRIGVVGIGDFCDHYNVIRSLNLT
SNVDVLCKFIMDVPRTSGGDEDEAYELALQRVKSMSWSKHTSKAIVMIGDSAPHAPYYTTLNINWLQEVDDLESLGIKIY
GVVCQHERNRFFYQMMAERTGGLCIKFDRFNLITEMFLAICYRESSKEKYQEFKNQMVEQNAGGSNDKDMNAMFSDLDKE



NFKVGKMYDDEEAKEDEATTTTTTTTTTTGEDTTSKVEERPIVIKKRYGVLNQTNNIFHECVKFMSMDDRQMKAQRIRFK
VIAGLPVGIESYSSYKNPAIAVVLGSLHIGFTSFSNKLIKARLHNKGKLVFHDYRLDSLSVLPLKPIFVAAYAHDSAESF
DALRAKIDKAREAHPDIPIVLMGLKSDLKVKESSSLIGTLGRSRSKSMAALEEVKRQVTKHQRQLLIEEKSLYGEIECTI
KTRGSVVNAEQELYKLFTKFHKDRKSTERKNKDRKNPEIVRVE                                     
>Ppal_EFA84179_1                                                                
MQIFVKTLTGKTITLEVEGSDSIENVKIKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNILKESTLHLVLRLRGGMQVF
VETLNGKIITLEVEESDTIENVKAKVTEKLGYPPTQQNLICNKKKLENGRTLFDYNIQKESKIYLTLWMRDPGPQ     
>Ppal_EFA84117_1                                                                
MQIFVKTLTGKTITLEVEGSDSIENVKTKIQDKEGIPPDQQRLIFAGKQLEDERTLSDYNIQKESTLHLVLRLRGGMQVF
VETLSGKIITIKVKESDTIENVKAKVTEKLGYPPNEQILIFNNKKLENGRTLFDYNIQKESTIYLKLWMRDPELNF    
>Ppal_EFA83991_1                                                                
MAADNQPPPEISTIIEKTAEFVAKHGENFAEKVKAREKNNPKFNFLHDGDIYNRYFLNKVEAHRQKIQSAKPATPAAPTT
SSPPTDTTATSTTPTTATATPSAPSTTTTSPTTTTTTPPAPTVTTPAPPAEPEQPQRVITEPTPLLYILEVPDDMNSLDY
DTIRLTAQFVAMNGEQFQSGLALRESKNAQFEFLKPTHHWHEWFRALVESYAAIIYPPKNIKEMLATEDFTDKNTILDRS
INRFEWNKQEQIAKKKAEEEADQERAMFAAIDWHDFVVVDTIDFTGDDLESLPPPKTFEQLIKHQFDEDADREEEMDVEM
DTEMDMDDGDSASTTATSEKTESKLKIVKDYQKTNKPVASTQKKITQACPICKQEIPLDEMQEHMRIELMMRNNAKKDNS
SNNFGGATLNYDTDIAKNLQSFANSRTDIFGDDDDVEQARKKAAEEPAVEKVIWDGHTGSIPRTQNAAYAAQQEKQQSHH
QKQQQQQQQQGMSMQDMYMQQQAAAAAGMMPQNYMMMGMMPFPPGVPFMPGMMPPPMNMMNPNAATPITNTTSTIAIDEP
TSKKQKTEDLLIPEDEYIRDNPGPVQITIEATNEGNAQTFSITFNPRDTITILKEKIKDLIGIAPNKQKLKAPGLSILKD
QHTIGFYNLKPGTVITAGLKERGGRKK                                                     
>Ppal_EFA83805_1                                                                
MKIFIELPFCGKITILEVENNFTIEKVKLMIQEMENFPMNRQILNFQGNEITDNNQTLSDLNIQNESTINVYLLMTQR  
>Ppal_EFA83278_1                                                                
MLVVAERFFIHCDTHLQLLMRLEQTIFLSAEPSDTIQRLKEKVAIINKLTDKQVTDYIRFVFQGGPLEDKKTIQQYNIPN
DSIIFMVYKQNDGSYEDIAPSLLQLK                                                      
>Ppal_EFA83149_1                                                                
MIFVLIKSPNNVFSVQVEENDTILTLRKKVAERTENLYQLFQFELNFNGKTLSDSSTVSAEGILMETLVDMVVIRELKYT
VEYKSASHEITIANNQGLKVAHLINHIKEVLKLSNDLGLTLNKKRTEHYVLANHDVLELNEVTTPTVAGAAAMTDGERDL
LSNFVDTAVSSDVEIVFVFDTTGSMSSIIANVKSQVEATITRLTKDIPNIKIGIMGLGDFCDGQNVLKTLDLTDDKTKLI
NFIKKVPMTGGGDAPEAYEFALYMANSLSWSAHTSKALVMIGDEGPHPPSTTDLKINWIQQADDLAAKGVKIYGIRAKCS
QPAFYNEIAERTGGIAIDFDRFNLITEMFMAICYRETSARKFQAFQNEVFSNTNGIPVEMTRIFDDLNKENFAREDSHEI
PAAATTTTTTTTTADATTPAASDASPKKVYGQPLTPLKSTASWFNISADNGLPSYYFNSTTGYFTTYKSGTTGVPTPISA
APKTITPLAVTFAKPAAPAPKKAAAKPAPKKENKKKLEKVKVQMETRLRKKARESLDFIAGSKQRQESLFNLLGKDYTGP
TEQELEMIFRVFDTNNDGRITAAELGAVLQSMGKRAVTKRIDKILSEIDENHTGYVEMEDFVTYMQAKAYKKATQMGLIE
EESDEDEEEEEEEEEGGDTDEEMDEKPVRKAKSTTAKRKRTTTTTTPKKKTTAEKKSPASKEKKAPAATTTATPAAPTAP
AALKKQPSYFGALKRGASLCHYYTDNAGKHNALLVSNPVGPQFDLGLDDAFLDFNVLVQLPAGDTKLESVLNQFVKTKGF
NMTYVHDDESVVKQLTGTTGKDIDILVVISSDNASTTAAPSAAYNKAVVDFNHSGKGLFILSDKSAFAQANSIVTTLYGE
GFQVRDIATAESAPATESEKVVLEYSDGKNTVAKQFKGHLITTGLVKLDQGESPSQLSGCPTQLDPLAISSQNTATILHS
NDTNPDNYGRVVVDTSYKKIDANNTVGHDDIERYLCNVLVWLLGIDHRFRHNLPVKGGLRMREVVTWQYLHGSWLNYDQE
ASSICEEAYQDWKKNPGVDVRSVKSGLWSYQVNFKDLLQTNVLHSAHTQRPVRRFVQQIVNNN                 
>Ppal_EFA82681_1                                                                
MLIYVNATNKQFSLEVENTDRVLHVKNLIREKEGTTGNYPGYTGRLVYCGKILEDSKTLAHYDVRPYTTFTFAWSAPTNP
YDQ                                                                             
>Ppal_EFA82486_1                                                                
MQIFVKTLTGKTITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEGSDT
IENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEGSDTIENV
KTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEGSDTIENVKTKI
QDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEGSDTIENVKTKIQDKE
GIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ                                     
>Ppal_EFA82355_1                                                                
MKITLHLQACTKKFENLEFDDQSTVKQLIKHLSNLGFAPNFDREQKSDVCIVIQDTDVVLDSSCNDTLQQSNIRNGEHLY
VSEKSDYRPDGSCILNFRQMNGDITTLENISYSQSMKSVTKLLAEKLNQPEKNIRLIFAGKIMDIYRTVSNSSLQTQSTI
HLVLRVPKTPTS                                                                    
>Ppal_EFA81974_1                                                                
MVKINIKWGKEKYEVDVDPSQPVSVLKSQIYSLTQVPVDRQKIMGFKGGILKDETQWKDVDLVEGKNVMMMGSAAELEKP
KEPVKFIEDLPEETQNTIMNDMPTGLANLGNTCYLNSTLQTLKAVPELVKSIQTYKQPSNPSMYASLVKASQVLFNELTK
SNLPMSTILFLSTFRRMFPQFAEEKGGHFLQQDAEEAMSQLLTAFSYELAAPGQTLNPNDHDHEKSIINKLFGIETIDTM
TCKDNPSEDPTNKIETLLKLACNINIETSYLHEGLKRGLEEEITKKSPTLNREAVYLKKTAISKLPPYLFVQFVRFHWKK
DVKESRDSATVGVKAKIIRPVQFPFMLDVQDMCTPELKEKLAVKRKIIEDQFNQSLERKRKPLDDQEMSDVSKPPEKKPD
NKSTSATSDVSLDIKPNDTGKYELSAVLTHQGRYADSGHYVAWVKKADNQWYQFNDNIVTLHTDEDIKKLYGGTGDWHMS
YILLYKSVNVEEPTAATEESSSSTTTTTTTTK                                                



>Ppal_EFA81743_1                                                                
MCKTITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGGKKKKKKNYTT
PKVQKRKPKKVKLAVLKYYKFDENGKIRRILRECPSEGCGAGVFMAQHQNPARQYCGRCHTTLVKVEKN           
>Ppal_EFA81693_1                                                                
MKVTIRNVNKEVYTFDVTGEEKVIQLKEMIADKHKHLPTWQTLIYSGKILENDNQLSTYNITENGFIVCMVKKPKEESTP
APPTTTTTAAPQAPSSTTTTSTPQAATPAAPTTTPIQPTPTPTATSTPTTTPSPATATSPQRDSTGFVSGPEYELIVKQI
EDMGFSRDDITRALRASYNNPERAVELLLTGSVPAASADDEEDEDIGEQQELINDMTKFC                    
>Ppal_EFA81649_1                                                                
MVIITVQFIRDSSYSFQIEVEENYSVGDLKQKIEYHHGLLADDTRIIVAGKGLGDHHFKEMGDTFINLSHLLLSNIVKYL
HSNHDKIIFSLVCRRWFYEKDKYLCLKNMKGYHRQNLNKQNYNLTSFNHQLSAIEYRKSKKYIFYKDDTQDDLDYIEIED
QMKKIIFQSRDDEYLYLSQSFRDRLARSNIDTLEIHCVLKIKFDQFPSNIKKMSIFRHYCSTDFKWLPESLESLTLLYHY
KTIVSPFTSTLRHLEFSETFAHQINISLLPPLLEVLICFKATFIATPSTDGSKQDLPSSLTRLSVHAKYLPLLRNLGALR
DLKLLFTYNEENQLRHGDLPSTITKLKFVEITGQLWSDALALPEIRHLEFINSNLTFGKNVFSHLDRLESLIFNGVSCRH
SIELVSNV                                                                        
>Ppal_EFA81590_1                                                                
MLIKVKTLTGKEIEIDIDPTDKIQRIKERVEEKEGIPPSQQRLIFGGKQMGDEKTAKDYSIEGGSVLHLVLALRGGF   
>Ppal_EFA81121_1                                                                
MSSNNNNNINNNKRKKEFINNVNSIESDVISSLRDGSITDDSISELLQIAFNLNGECEKRRPTSNCSDIPDCFHNLGQAW
LAMSEEEDEEYVAETILKYHQTDIIRNTVRDCNKTPAGFRNLGATCYMNSVLQVLFMNSQFRYNLLSIGHHLFDNKNNNN
NNNNNTVTSTTTTTISTKTASSPSTTSTTNTTTTSNVTNNNNNNNNSNNSNNKHVDENEGYNSSNNSKSSSNGKVVNDDE
KEMEIDNHKDTVMNDCQSDLDTSSISNSKDSDNSNDNNDNEDSNEDCNNNLNNSNCSIELNKSIEIIEPKAPNDTVHNFM
FQLIFLFYNLLYSSKKTLDPTPLVNCLQIPSDLQQDPQEIGNQIIDQLYKGTYYYVTKCLGCNNKSRISSVFYDISVKTE
KMKTIIESLNDYISKEKLTFTCKYCNNVSEHERSTQFSADSLPLNFNLHLVRYVFDKETIMRKKLHDPISFPLELDMAPL
LEEKDNDNENESDKYNDSLMADEHPNVKSNGTTSKVNNKEKVKVKENKKKTKNNKNNNHPDHINSETDNESTEEECDIPK
DKTMTDVKPESSSSTSDTQYELTAILMHKGIGVTSGHYIAHIKNEITGKWWEFDDQNIRELSNEQIGKDQLGEKRKAKEL
KEGVISSQSAYMIIYSKKNREVYKDAPKFNNESIIEEFKNEEQSFKTKADEFRSTLNQAIQVWRERKKFCLSQLDTIKVG
ESSKGYYWINTDWLLNFMKGIESGPIDNSLLLCEHLLLDPKKLPLMKRVSKTFWDSVYDKYRGSPVLDQDSFCRDCLCSL
FSSTKDKVDESTLKESIIAKEKSVKNRTEGCFISNQWYKDWIKKTCNMELLKAKSATEDIECEHGNLSIYSQDRKTISKE
TWDFIQPLSPTSIEIPSTTEECQKCQDEYEERNKISNDWSDAWFRYINEEEKSERPSKIQNQLLKCEHGSLIYDMSDLSK
LRFDLEQGQPQQPPRAIIPFIVVSASVWEAVVSVYGAEDDSSIKLTNSKLSIPHCMECHDNNYRQFLEKQFQFEKESIYI
HSIRNDQDEKDEKFYIFPSKVRRLYKRIEVSPVDSTYTVEQLKLLICSITLTPTFQQKLYINNGTHLQKDSNTLASYKIT
PNQVIVMKETKELDGFFLVSFISLISENIIKRMNQNQDLKVPFYWIKYCLKFNIKIYQMSVSCSYFCVKINNATFYIADN
EEDKVETQGLVTLYATREGSQRVIYTVIDIENGNLVTKISTLSRRVEFEFMSDLESNLVKKGTSKNTKINETIAEREVAA
H                                                                               
>Ppal_EFA80760_1                                                                
MTDINIHVKNIEGVVYDINIPADCPVGDLRQRVHALSNIPLQQVRLISRGKVLKDDKDIKFYNIEDGNTIHLVERPPDST
TNDATQQPTQPQQQQQQQPGAGVSHPNAPGQPPAAPAAPAEEDTRGTSERVADSLRASRAALQWLIDQSDQAIQSLENER
NLTDQNERQQLQTQIRNLHSAYMRTSMASNSMGQYLSGYQVGTTPNSSTVAIPQPTAQVSQISVQIPGLNIPVPQAGQQQ
QQQQQQQQQQQQPNQQAGQQPGDLPNFLQNMIGNIMSGLGQPQAAGQQQQPQATGQPQAGVNPFQQIFQNLARPQQPQQP
QAGSQQPGGGGAPQLNQFESLLQTLLSSVQTNNSNNSGEQGDSMSTVIDNLPMMILNFRYLYSEVPAQSLEGHRNIRNVF
INDFLNGNTSQENIDNFVNEFVESLVPYLNIPPVSKFYLFSEMVNHITDCELQSKILPGKDLTGRILALVRREMKRLFEI
ILVEPSESYPLRNLANEWTGSFVYDLVNTMADCLQGGTEDAFLLINRFFSESLASFGPMFGIFVHPVINYLRTSYQTTAA
QRQQQPNNNNNNNNNDDINMKTTTTPTSTTTTTTTSTSNNNSNNNSLFSSNPVNNNVNSNNNNSVIPQEWMETIERDIAR
QQQQPAASNQNQLSQLYRNPTATKKKQKTSDNSSNSLFAERLGEATQGTDINLSDLLTKAQNEGLVELYDTLIEEQKQQQ
QNQQ                                                                            
>Ppal_EFA79973_1                                                                
MQIFVKTLTGKTITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQVF
VKTLTGKTITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQVFVKTL
TGKTITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQVFVKTLTGKT
ITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGSQ              
>Ppal_EFA79899_1                                                                
MKVNCPSGNTIEVEINENDSVLDLKEKIHDKTGTPAVHQQLKIVGKKTLSKRHDKKKISSLHLNNESMLNMSYVLAGGCG
VGCDLCGCGGECCNSHLIDQSVDFGNAHENNNINNHDDKLLNIYKYSSSSNYSGYQLAVDSSNNSDNYDNQQQQQSIPTQ
IDIIQKEKKKRTRRTKAELLLERSSLEGTAAAATTTTTTGIAEAVSSPKKRTRKSKSLKTTELEEIYPIKQPASFPTIQL
PSTPLRIRIVDNNNNNNESTKNDMSYIGVDEAGKGAVLGPLVIAAVSLDSAAEQYLKAAGVKDSKKLSAQRREELYDIIK
ERALYTTIYILEARDIDIRRKTQTLNKIESDIFLELIQRSLNHLKSNPQEFIEEVEENNNIVVGGEQFNNNSNKPKKYKI
QLDSLESNTGKFSLPFRDAFPAPEHTVICENQADSKYVSTGAASIIAKVERDRAIAALEKSVNTPVGCGYPSDATTLTFI
ESYYQRNGNDHPDVRLSWKTLTNKRGINNNNNNINNININNNNNNILTTQLQSNISSIASQLETATNNDQQSSTQDQLTI
LQNIQQDLSALTKSVQSFINLLKNNKNNK                                                   
>Ppal_EFA79684_1                                                                
MKLTLNLQTFGKKNFRVAQYDDQTTVKKMVDSLLEVNYVPTLDNYIKLFSKEIVVVIHDDIVINGDSDNTLQQSNIVDGE
YIYLLERSEYFKIGSMKLFIKPLDGNKFTLDNISCSQTIYSVAKLVSQRLMIPIESIRFIFAGNQLDFKKSVSNSSLQTE



STLHLVLK                                                                        
>Ppal_EFA79406_1                                                                
MLILIKTPTITFSLDVQPEDLTEVLFNKVAERTEYKKFQFELLFAGSPLSKGTISGCGVRKESTVHMMIIKELKFTVRYK
DNEYPVSVPNNDGLCLSHLNTAIRNQLKDSIEEIQNGNISIHTPGNPTKLSGSYRLHEYFSNYGVVEISIEARPVYKAPE
PVYNYYYPSSVSKAPDAVDYRDHTTAIPSPPAKEEEQFDQDALLNSFVESSISSDVEIVFCFDTTGSMASIIKNVKLQVE
STVARLMRDIPNIRIGIMGMGDYCDGKLVLSTLDLTQNTDELIRFIKSVQDTSGGDSPEAYEYALFRAKELSWSHHTSKA
FVMIGDSNPHPPSFTDLNINWFKECDDLYEKGIKVYGVKALGNSVFYDEIAERTGGICINFKKFNLITEMFLAICYREAS
KQKFKEYEQELNKQTTDSDLKEILQDLNQENFTVESTSDVPTTTTPTSPETTPESTTTTTTTTTTTTTNTNTPYVDATPT
SKKIKKQYGKPTEIKNSEPWFVIHKDFGKPLYYYNPEIGYFENQRMISIREANAKTPIKSWPPKYEIYKEPIAPKKTYES
SESYSSSSSSGSIPKPPPPPPSTDTTPYVHTVKPNPASFFNFDRQVSSGKPKSQIAIIIGERGIGKSTFGNGISFVCRSY
KNTMVYRELEFISQYDFTNASCFIVCVDLTNPEYLESLPAYFSEIRRRELSKPIFVAGLKSDGVISPTCATNFLGLKAVY
SVTDTFQFSQYMKHEEIKAIDENIRKKLKGGSGKIYCNIM                                        
>Ppal_EFA79096_1                                                                
MQIFVKTLTGKTITLEVEGSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGLEPT
LAALARSYKCDKKICRKCYARLHPRAVNCRKKKCGHSNNLRPKKKLLK                                
>Ppal_EFA78023_1                                                                
MSNKSLNTVTIKVIVFGEDNSLSVDLALDKTVGDLKQAISQSHQSKPDPTTQKLIFSGKCLDDTHLLSNVFKQRDLTSAQ
PVHLILRKPLPSSSNTPQFLSTNNNTFTRTSTSPPTNNNNLDYNNNAVNTSSSSSSSSSSSSTSTSSTSTSSALPTTTTT
TSTTLLPNNIINNNNNNNNITNSFTSNTTKIPPTTTTTTTTSSASFAVPFNFRNVNIQMPHTMTSGMLLPNSLSSNSSNS
NSPLFSGANGQPFNNNNNLISGNNNFSLYGPPPASLYPRSRIYGTSDNSGATTVDSTMTDNTLIQVIIDNLNVTNQLLQQ
LMLQQQLNTAINAVVAARTAVHHHHHVAGAAQQAPAAAAAPVPPIQVRAVVRRRINWGALFNWLFKIVLLCIFLKGGSIE
RSLTLMGIAAVVLLYQYFANRPGVPPPRQQQQQQPPVIPPNNNNNNNNNNNNQQANNNENNNNNENNNNENNNNEQVNNN
NNNNNENVQQQAPVVAQPRNTDLISEILSFFLPLLYSLVPNWRPQENHQPQIINENNNNNDNNENNNNDDNNNNIQQPNN
NNHNNNNNNNNNEQPVVEEDLVE                                                         
>Ppal_EFA77909_1                                                                
MSHKEKIKLIMQIFVKTLTGKTITLEVEGSDTIENVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLV
LRLRGGMEIFIKSLTGKIITLKVEDSDSIENVKSKIQEKEGIPPDQQRLIFVGRILDDGRTLSDYNIQKESTLIWFVSKA
RHSYNHD                                                                         
>Ppal_EFA77674_1                                                                
MINDIRYFTDLIKSSVELRELLEALDYLIKNGSTKPVVGEPAPDLTPLEEFKSIEKLPELVEALWWKLTQSSELAVKVRT
FFQICIAISLKKIAKDDNPNEYLKVLMNIFSPKPFQRNNEYRYNQEYVELPNKFTKKNTIDEPDAEVEEFIKLVVNRILS
TPDEEFKNESKKDLDFCLKYLNSIVSNITENPFTMMIQLYSMDIALKCFKSVSLEKRNAGLNDIIRFTKFESYHAYTRQY
PYCSPERVVEWIRENKIVELLFGETMHIQLLQKCTDILKFLAEKKAFQRKYLDLMWSAAEGKHETIENNRFQFMGGNNNG
NNVGGNIGIDDSRETTAVRGLEIFWSLLQDNNINIDNQDDNNNNNDQQQQQDQPPPQQQQKKELLVNIDNDNNSNNNNNS
GGSSSPTTGEMVVSAISPELTHQALVHLQDALYFHQHQRHEYLNKCLENIENHRSVLFSLRLIQYIITIFTERQKKNQPM
NSHEGSAAIIDHINREMGLIDKFFAHLEYYKEQCKVAINNEGMMIVDELGDTILYGRHSHSEQMNEFLSFISFIWEKSDI
LPTNGNIDVLWHVYVVDSISTKDRDLFFRWIERSLCFQEQNHLYFLEKYNEIPFNNLELSGATLYINCMRAVNRDRGPKN
YIGVENLWRIVLEDENEEVGKEVISFIIDLYKFMTTQDKDKGDEFLTTCISNLSNIPTDTGVLNNTDRILVNRTLALIQT
YLEGFGSRIKDSFKKNFSPTITVHFNNQKSRLQMQIRSNETIGQIKARLGKQINIHPGALYLVHNTKVLQFDYETLEDYR
VANHDTILFNELAEPRIQDDVQPITINFDQSKFGLLFSLLSIEEIAPTVWEVLILLPVNRQIFDLLSNIPADQKNSPNWE
HLLDHSSVFKLLYSLLIIENFVQLEDNNYEWRNRFIATGGLTQLVKILMQVDLQHESKGAKRKRCLSLLLKIIVLLVVDF
SNTTTINLAFISTAKVSNFSAATFLNRLMDLAWNQTAPTVQGEDMMIQHLTDDGDVIQSIFLLIQSLVVQPAQMDQLFNR
KDFNKWLSLLILDSSDYTIRDSVFNRILSICQFSTKAHEFFLHQCLSLLSVIVGSDRYSFSCNQFFQLLGYLVRDSCNGV
AGGSVNNFGELLQQLVIMIKTHPVVESSNYYQPDYVLIGLFGLVRTLVTYSLDFKLEAGYKEDLITDLFHNCLFDIATAE
NHGPLCPPKCKNRESRDACFALLLELANNCEENYRMLVSLLLEQNKPEERRTLWNYLPAGNEKSTCGYVGLKNLGATCYI
NSLMQQLFMIPAFRYSIIQAQEANPTPDSLLYQLKIIFANLQESEKKSHDPKDFCMAYKYEGQPLNTYVQMDVDEFFNML
FDRLENQLKGTKEEKLLSEFFGGASVNQFISQECPHVSEREEPFYTISLEVKNKRDILDSLQLFVESETLDGDNKYFCSQ
CSQKVKCLMRRCVKKLPNTLIIHNKRFEFDLDLMRRTKLNDQLKFPMSLDMAPYTKECLERKEAIENAKAKGLPIPDIPT
HPASYYQYELSGILVHTGSAESGHYHSYIKERQPLIPGQPRRWIQFNDHSTEIFNPEDISKACFGGYDHISMDQGKTNVR
TTPRYNNAYMLFYERTNPEAVPKPEYQNIAQNEASKLVPSEIFNSVWRKNMKFLHDKNIFDPNYFHFIWQFLHLDPINSN
RMTDEDDHFDQVMMTIELGTRFVIETLSHSRERKTLGDFITYICSLFSTHIEACQWFLDSMTYDSTWIRQNMLVCLTNDP
RESLAKLLLQVIQTLIPIDRQYYFEIEKDPSVESPMEIIEIDDNDNGGGGGGDGQSSQQSTGKQKAITQMIDQENYTIIG
GRSKSFIVRFMDTYLDFIKEAPLFWRHFQQYFTLIRDFSVLGTEEKRYLLSRNVLSRLIDFYMGEESPLSKTHPPQKKTK
MGDKYNSPQHQSMLETVAILTLASHTRYSKLTGHVLPSHNEKEPLDMSEDDLYMITHPHFIMKTIRENINPRSSTEILQH
ICFGDIELSKIMIQHIQNIEGKAPLDALLPLITMEDHYYAERADLALRAYINLLDCNKQRAYIPHIKYIIDQATSSQVIG
DWFEKNLDEWLIKWTVVSESIEVRSDAFNLAISLFNLSGQAQLDHNKIHSLFLYLLSHAKEVKSIVKAEKDIRGGRVEFY
FRLLTLCIVSNEEKKAFAQYFAPLVKMLQILITSNVAIERSRQEIIRFFAAMLKDCPENIKLLLEDPIHNKIMDYFISIS
PKEEFRMFNQKSLPYFYQVILYMSQQSLEFLNFVATHNNYTWALSFLYLECIDYTDVANILFQLTELIAQKFPQHISRIL
HHCISFPNFHLCLANCVTILNLLVNKKKDAAMLFQNFQNNNNINERWVPIEILCKQLRTKSQNPAGVKLIEFISKVLALL
RKESSPNLNNGEIAGDQPQSPTQLNIWDSNYPPFKLVVSALFNAAESGTLYHNHISKVFNQISCEYPEGIILVLYDMFNK
RNGPNFDTESLNNNNNNNNNNNNNNNQQQQQNQLQQQLLTPESFYKLLLDTINLCSLNHPNPAVQQKGINLTFKIIKEML
TIGLESAYQVLSNMVSKNPIQIKDEEKVSIMTYAVKNPHTMLNQEFFLIIKKFFTDTERLMSMESNMIFAGLIRSLEDQI



STSIASINSLGFPLQSAPAEVEADIDQHLVQLTNSLKSIEVLGGSGLGSQHITPIYEILQAFSTEITDDNVSSKAKLFKS
NLESLKFNTSQKKDQ                                                                 
>Ppal_EFA77659_1                                                                
MIEVVCNDRLGQKVRVKVNPDDTIGDLKKVIAAQIGIRPDKIRLQKWYNVYKDHITLEDYEIHDGDGLELYYN       
>Ehis_14_m00310                                                                 
MPFTNQLAEALRGLTGKTIYAASNGEYCEEYQLEDYSLLLIQQGSLREIQNVGPVTVKVQLLTGDIADIHCNANELVDIF
KMKIQLVTGNGDISKGIPIERQRLSFNKQILDRKRTIDSYGITEGSLVHIILRLRSSIPKKFILHTLIDPQFDYDFRGIN
DAGKSIYRGQLPYIRPVGCMRCALHVLGMFDNGNDIWLGCSNRDEEWPVSFHGSNCSKFTEIVQWGDKLGVSGVGGMAVF
CTPDFRIALQHSDVVTDPQTGRKYKVIFQNRVRRSSIIRASNVGGPDNFWYITNPSDVRAYSICLFSQ            
>Ehis_34_m00254                                                                 
MQIFVKTLTGKTITLEVEPNDSIDAIKAKIQEKEGIPPDQQRLIFAGKQLEEGKTLSDYNIQKESTLHLVLRLRGGY   
>Ehis_40_m00219                                                                 
MVKILYKGNTYTVETELTKQVRELRFDIEKVVGLKACRQRLWYQKGEEKVVLEVDKTLQESGVTEDTPIEMKDLGAQLPF
RFVYICEYVGPLALYVLIYLISLLAGYPSLLQNKLAVIMWVIHYIKRIVETIYVHEFGDMTMPVFNLYKNCTYYYGFAIA
VAINVNFFPRENCSILIILGLIGMIVSIISNGYCHLLLKQLRTPGSQEWKMPHGFLFEYITCANYFCEIMTWIFFNVMTG
FSFFGIAFSCCGIYQMREWAYQRHQKYLHMFPDYPKRWILIPFIY                                   
>Ehis_81_m00168                                                                 
MKINVRLTYSSNTIEIIFDDNEFNGMTVSGIKEKIHNQQPDVGEFRLIFAGRVLKDDEVLSTLGINNNVTLHLVRSRSPT
SVPSQPTPNSQPTPNSQPTQPIFQPNEQNTFQQPQMGNMPLPNFGGMGGFNGMGGFNGMGGMDMQQTMNMLQQNPQMLEQ
AINFLTQNPQAMRAMLMMNPQTAQMMNNPQFSMMFDQMISNPELLRMMISNNPLMGMAGMQQPQSTQQPNFQQPQSTQQP
NFQQPQNAQQPNPFNLLFGQQPTQNNGLNQPQTAQPVQRNLHEVYANQINQLKEMGFFDEEENLRALQRVGGNVNAAVEL
LLQGPVY                                                                         
>Ehis_103_m00181                                                                
MSCCSNILGMFSFVLFNNFGEMQHIEEQERETIGYENNYIIKVPENEKEFIEKYDNLIKEIDTQRQNNEEYEYFIKVLGI
FTISQVKRLVKSITGIPLEQQRFLYVRKQLEDQNTLLDCVTTNKSFIHLALRIRGGKPVILLYDNEKKRNEAMSVNIKFN
EAMNIEATYPEIKTTEESEKIKEYEWKGTSISDGENNCKLTVDIKEVEYLFWEDVCLKESKFEEQQIGINQQHFETN   
>Ehis_153_m00093                                                                
MHLTINYQNKEYPITVEETEIVANLKNEIDNLINISIDRLELKCNGIVLDCNSHTLNSYKVTDHCKIEVTILPPQLHSSL
LFPSNAIYSICAILLVYFSTHPSIPSLEETTESTAMISCIILIVYLVFKSLFSLFLDYPAKPTVGLARAMFTAITGVLIC
AMLSFELCYRKNETSTLCTIIGAINCMSCTMGLYYHHTYLSKGYNAFGELAYFPSKALYSFISCPNNLFEGLFFTSFMFC
TSFTKTSIILCILNWVAMVMLSQRQHNAYKKTFKNFPIRYRFIPFIW                                 
>Ehis_182_m00133                                                                
MLINIKLLNGRILSIDLEPTDKISDLKAKLEEIEGITPEQQRLVFGGRQLGDDKTLQELNIQPGTQINLLLALRGGF   
>Ehis_219_m00078                                                                
MIYSEIEEQKKLALHQITLIYNGYVLPKKGKCEEWNINDKSTIRMILPLVCTINKLSQTEGPCCGGTKIFINGRFPYSGR
KYQVEFGTITTLATFKSHTELIVITPAHEQGVVNVRVCYEGGEESNPLLFTFVRFEGFNRKYARCATTPTFTLGDNIQYS
IQ                                                                              
>Ehis_253_m00080                                                                
MRVLITTVSGNTHEIEIEQNQTIKELKQNISDLYQIETPLLHLIYKGKNLKNDKSTLKENEITEGSKITVIKLKTPTYLI
SKETQAKKEEINFNTTKQEVNDDIMEIEFGDESFEEIVNEIEKEEPELAEEIRDNPELLNIIFEEELKEANEYCKNHMEE
ISEDTEEENEEEMINYKKELEQLKIEGEVFDKINNKLKNGEELNDLEHSILEEENSYELCIIFILINEGFPENIVREAIK
NTSTLDEARTYCKYYLN                                                               
>Ehis_280_m00061                                                                
MLTIKLRDKKGDSYTSVYPETLISELKQKSYPLQWSRGDDIIFLFMGNELSDDLTIQQCKITEGACIVVDFFKNTDGHNR
QRPAPRTFNYQYQRAEHMQRTSEECMELTMECITPATLFMFFGLILIGLILCRLCFPLLFNRGSNIIITLLLIIYIISLF
KFFIIRR                                                                         
>Ehis_294_m00052                                                                
MKIIVKTIQGILNEYEIEPETTTVGELKGMINAKQGIDIQNISLIYKSRMLKDNAQNLGGLGINEGDSIVMVVKKSAVPP
PKLAPVTQPETHSTEPIQQPTTQPITTNQPSTQPVDIFQSQQRQTVNVEPTEENINHLVEMGFLRDDAIKALRKSQNNTA
IAADFLISGVDLDNIPDQPAGSYEEYPQEPGSILNLTKDQFIELCREQPQIIESFIQHVESENPSAAQLIRNNPGMIYDI
IKSQTNDNRVPSEPQHTQPQPNHAPSQPQLSPEDNAAIDRLCGLGFGRSQCLQAYIACDKNEQLAANFLLDGFD      
>Ehis_388_m00035                                                                
MSCCSNILGMFSFVLFNNFGEMQHIEEQERETIGYENNYIIKVPENEKEFIEEYDNLIKEIDTQRQNNEEYEYFIKVLGI
FTISQVKRLVKSITGIPLEQQRFLYVRKQLEDQNTLLDCGTTNKSFIHLALRISGENEAMGVNIKFNEAMNIEATYPEIK
TTEESEKIKEYEWKGTYNSDGENNCKLTVDRKEVEYLFWEDVCLKESKFEEQQIRINQQHFETN                
>Ehis_404_m00041                                                                
MTGEGKMIEVILNDRLGKKFRVKVHEDDTVMDLKIVAGAKTGTRPDKIKIQRGNNVYQDHISLESYEVVDGMSLEMYYH 
>Ehis_448_m00033                                                                
MKITVTTISKKLFTFDVEPTSTIGYLKELISKQEGIEISSIALCFKSKMLKNNDETLDKIGYAEGEHIVMIVMKKPTKAN
ITESSNDEKKILKPIPNEKKPLVNPEVPTKKENDIVIDENLVIELKNQGYDEEHIRDALKKSNNDKEKALSELKGNPLEN
FDMFQPTEETQNEMVQEPPIEIQITPEELDEIIDEVEEEDPELAEQMREDPELAMNYLLQNLQIGEDIDDDGLGSFGENL
SPEEIEQLIQSGALSREEVDQLLDVNNQMSEEGSMSLNSEDEMSEEEGQLSTTDSKPPKAPKSDQQKSNLPKKENLSSED



QKNITDLMELGFSRSVATEAYIVSNKNKEVAANYLFERGY                                        
>Acas_g132                                                                      
MASQQLNIWVTTPDEKIMEFTLDANEPVEHLKALLEVETGIVVKEQQLVFDARELPDQKKLSAKREPARGGGGGGSAGGG
GGQQPMDAAQVQQYFRTNPDALTQLLHNNPTMAEAVLSDDLTALSNLLAEQAQRRRQAELEQARRIQQLNDDPFNLEAQR
AIEEEIMKDNIRENMEAALEYNPEAFGRVVMLYIDCEVNKTPLKAFVDSGAQMTIISLEAAQKCGLSRLIDNRWSGIAKG
VGTAKIVGRIHVAPLKIGNSFFSSSFTVLENNGGVDLLLGLDMLRKHQCVIDLRETALRIGEEVVPFLSEKDIPRSELFD
SEHAEPRSPAPPSPLPSLVPLPAAGAAPRPAAAQVPTLIPGGQPVPSPVAAGPTPAGAAFPEASVQNLVTSLGVTREEAV
TALRAYGGNVDMAASALLQSRFGF                                                        
>Acas_g265                                                                      
MKLFVVLNVNPSDTIQRVKEMIADREGTPADLLGLIFAGDRLEGSRTLADYNIQAGSAVKLQMLQMPLPYPLE       
>Acas_g691                                                                      
MEQQQVVQVAWVNEGRALDVSLPCPDIRSLKQELAKQMGGGVPVDMLRLCVGSINVTSEIDRPLDYYLITNEPWFVRSPI
EASVISIQKTGDEGQEVRQEPVKVWLRRGCSSYAISAALQRAGLRTADMELRTDGGVIIPEGSFSKQALRGMPSKITLYL
RRKPDVIDITIITPSGFQRSGKPATILLGVKRDTTIRNVKERIRSSTGVRRDNIRLCFLGTVLGVTGDEANSDEEQAKVY
YFIGLINPQFCSSWHLPSSQQEAKTLADFGVYDGSSLIWSRGRKTLTLDATPAHLIAQIKTLIEAKEGIPADQQRLVFAG
RQLDDDICLGDYTIDRESTLQLVIRLRGANNNPGSRYGGAWAKADNAYHRFSEEKAGTVEWLRLLIHTKRIQECEGAAAP
RRPFEMFCCICICDITATEEVKTLACGHAFHPPCVDEWTGRSPTCPYCRRDL                            
>Acas_g747                                                                      
MEQQQVVQVAWVNEGRAVGVSLPCPDIRSLKQELAKQMGVGGIDVTSETDRPLDYYLITNEPWFVRSPIEASVISTQTDD
EGQEVRQEPVKVWLACGFSSYEIFAALGRGAGLRTAGRELRTDSGVVIPEGSFSNKPLRGMPSKITLHLQRKPDMIDITI
ITPSGFARSGKPATITLAVKRNTTIHNIKTCIVTSTGVPRDNIRLCFLGTVLGVTGDETDRDEKAKEARTLADFSVDDGS
SLIWNLAVKEPPSKGPLPPNPLILVLTAPKCSVVKVVGVDPNATVSAVVLSRSYRVALGGELLDESKTWAEYALEQGTWI
SLVPRPGVWFQIFCKTLTGKTITLEAGPAHPITEVKVLVEAKEGIPADQQRLLFAGKQLEDGTCLGDYAIDRESTLQLVL
RLRGGGLTAGSLFVDMSNTNALERRQWSSKAPQWRVAMPGLSVEGVCTNRECEAFDRSVIINKHHGTFDLLLDAHTCGGE
WAKADNAYHRFSEDKAGTVEWLRLLIHTKRIQECEDSAVPRKPFEMFCCICICDIKATEEVKTLACGHAFHPPCLDEWTA
RSPTCPYCRRDL                                                                    
>Acas_g991                                                                      
MKKLCGKKDAARLGWVKVELPKEIYDQLHEFGSSIPSEWTCDSQGRTRAEGGKEEQHFHVTFLLQLKDAPGKVKALRAIL
SQEEPIELGFGEMFYNRVARITRREVHCLGLPILDDRHNRLFNLRERCATAIGGKVQPHRFIYCFLISADSGGQVAYSGP
GHISLAYIVGQHARDGEALAKKSSGLMCGQQFLLTSVVVEWGPRDAATKERAESTYEVDKALYEQVKHLYDARNVEKLQD
KTDTVLLKGRTFMHLEVEPSMKILELKELISLTAGIPPDQQRFIHAGKQLEDGH                          
>Acas_g1009                                                                     
MLKVQIKTIQQQQFEVEVPDTATVLDVKKKVEALRSENVAWQKLIFAGKILADDAKINTLNIKPTEFLVLMVRKPKEANV
AAPAPAAQPAAAATPAQPTQTAAPTPATPAAAEPPRPAQPSSGGSIESEAASALVTGSDFEAMVSNIMEMGFPREEVLRA
LRASFNNPNRAVEYLMTVRCSPDASTVAVQQALLSLLLGSLWLLAYRAFPTCLLRRPLARPLNGQLPPPAGGEGAAEPGS
PPAAGGEGAGEGGISLPSNLLGALMGQQGGAGGHFEWLRQHPQFNQIKAMVQRNPQLLGPLLQQLGQLNPQILQMIGQHQ
AEFMALLNEPIQGGAGGAPGGPGGAPPGSNYIQVTQEEKEAIDRLQALGFERHVVIEAFFACDKDEQVTANYLFDHGHEL
EMDEDVDEGFGGEGGEGGEGGAP                                                         
>Acas_g1062                                                                     
MDHRPAYVQLPDGHRTVGRSVSFNGLAHTRHLPPDATRFTRRRPPVGQHRPGGRVLRVRRGPDGCVCTKLRVCEQCALAK
HPDGRYKILRCPVCRRDTGMTWHPYTTVEKIVGPLAEGQHTVQVFCRTLRDYTYALMVHPSWTVETLKAIIHSALGPYPD
QQRIIYQGRQLEDSRTLADYGISHDSVVHLLERLRGD                                           
>Acas_g1234                                                                     
MEDDRRLRLELELPGGALLNLRVAEDVKLHKIKRIVEKRTGLTPSQQSLYHGHRALAGDYPLAHYNLTEDEEEGVVPVRV
ERGLLGGASCCICFIPCPPPCCKKKDDDGEDTKASNYYPST                                       
>Acas_g2509                                                                     
MEVFVRTLTGKAFVIMVRPGDTVESVKRVVETVEGIPWDQQVVVCARCRLEDHRTLAQHGDQQHATLHLMLRPRGD    
>Acas_g2644                                                                     
MAQYIRVKRKNQTIFLYADASEKVADLKGKLAKINEKSADELALIFNDAKLDNDKTVGDYKIENDQVVYLVYKKDGSDEF
EEVDIQKPKPAEESEPKE                                                              
>Acas_g3427                                                                     
MNTSKAQEGAPKLDDVKKECRLLETALKNEANPTEQLERIEAIMRAIVNSEFGPVENVEYFLRTMLPKFILLLLKRGDLA
EGVAPRVNRFFQTVVIEFTLKCVEADTYVQELLQTLCRLFTVTQKPFYSRYGSKGGEETMTDSDEDSDDSDEEETESFVN
RKSLNWEPTFFTANITFFGKKDGFNLFISKLADEKRKLDANAIKWLLKPIVKLLEYLPLRLVRKIVEQLRHVVFSRLLEM
SDEDLKGVNRKVLGDISASMESLLRVVAPKETTQLVDKFELAIAYKMFMSPYLEKRLMGLSDIKRYVDLVLRKEDYQQRM
RQTDRASQGNLPAAINVWIDSKQMVEWLNNQKIMEQIYVHSIHQELLKRAVDIAKFFAIQNQIQNHHIDLMWSATIGKHE
SICHIIYNSLAELSTVLPAEAVEYLFQKIKTIPYASYDTHTFSLIQAISVRGINLCFNLPEGEKKWYGVDIWWEIIQDET
DVPPATATEAFRFLETFLTWVYCHELRPKYIGLCMQNLKEGKSVPFSLKLLQKLLDSYPAKKEKGMEAQAQMIDLLEVNS
GLMATFFEDLHRFKSKAKEAAKALADAGQTGVDLNQQALVGKQAYIFQIKDRLDFLEYILSHSPLVLQAPQIDAFWASVI
VDALTLEERDHGFLWVQNVRNSQQFQAITEESTQYIFEQKVPLMDFSALTQKGFHFFEYFFRYVNWFLKRFDQGDNGVFR
VLNFDLVGIDNAWRAAVEPKDDSVAMQAIEFLNKLHKTRHVATCMGFIADAFAKATASPQDAASQQRIVRCLNVLKAFIE
EIEGVGSKHGGLKGKLIRIPIQIISGPKFELEIYSSDTVATLRQKVAEHIKKDPSLLRIITAGKELHNDNDTLQQARIND



GHAVHIIHRVVKPGTPAAAIQKPKQEEADKRALPSSILSKQQYFEQIFQLLALGGNSAQLAWDLLMMLPTNQKMLTALAD
IRTGDAQLNWEELLNRSSTFNLLYTLQIVQALMQPTEDSAEKNAERAEWCNQFLARGGVNYLVNTLLTCDFFDVTRGSKR
KVCLSLLLKIINSFTIETHTVNDGMETVSRLRGVVLLNCTDGKQLVARLMELSMRAATDVEKRDEALINPLAPPPEIDEV
EIVGQVMSTLLACCLSSVDLLQAFLENPAMDAWLAAILLGSPEPKIREKTISTLYKLSTIVNEEFLAGSGVQLAPQPYFL
AKLLAMLRTIEHTQPHSAQYFDLLNRLLQMSARVNPSQFAELLDHLITMLKDHPTAELRNSEAVDHVLYGVMSLLKTLVS
ADLEFKNKAGSQHRGGLVHELFHKCLFNIPTMERHGPDAPPQCKTSSTRNCAFRLLTELADSTQENYAALADLLVQQHRD
GEKRSLWKYQPSAYEKAACGYVGLKNLGATCYMNSLMQQFFMIPGFRWGMLEVQDSEEKKEESLLWQLQTIFGYLQESEK
KYYDTRPFCSSYKDWEGQPMNVGQQQDADEFMNMLLDRLESILKKTQEEKLLSQFFGGALSNQIISKDCTHVSEREENFF
TLSLDIKNKKSILESLALYVEGDMLEGDNKFHCSECNAKVDALKRCCVKNLPDNLIVHLKRFEFDLETMKRIKLNDSCQF
PMILDMEPYTKEGLAKKEGTSLEDLPQRDESYYKYELAGILVHTGTADYGHYYSFIRERLPKVAGEACKWYQFNDTLVEP
FDPEEIPKTCFGGADTVTEWDEVAGKHVPKWRAKTYNAYMLFYQRVKPIHPVRVLEERQAAQLVPEPIYNGIWEENMAFF
QDKNIFDPDYFDFLWSVVKLDQSAPVTDATLAPDMAHPTMRAIELGTRFIVETLSHAKDKGNLPSYVAHLKTLFSRHVPA
SRWLLERLESDITWVEQLLLICPGPEAREPFASLLVHALTLLAPAERIKYNEEEPVETTRMKVEEDSDDDGDDSNDDEER
LRPTSIVVRFLQSYLYLLEDGMQKYWKNFDHYFMVLRDFALIGDEERQLLLAKHVPGLLIDFYLGEESPLRYLHGKPSKK
KRAKMGEKKNPPRLDYMVGMLSALVRSCSTDAQADLGRPPTHLPNSTLLHMPEQDKELIYSNIFWKKILSDGINPQGMAE
IAVHLCWENEDMSRKVIKEICSGIDLVDSDRFKPYFEVLSQVLALQDSLHPKRIENAMSEFLRVIMSNLKFKMATREAIR
YLVDVAPTNPSLRTWLYEHKHSWVETWLIVNPHEIVRDAAQQLIQVLVPGATHIVDQKGVRIGVKMPDKLEEADVRVLHD
LFRHLLSLLPAARRNTKGDQSLTTNKAPEDYPLGYWKLTQYFDLLKWCLRGPSEKLIFAEFFDDFANVYIQLDKARTECD
ENKRKLMSFWLKVATDCDKNVRLITDCPQMHTPMFDFFASLNAKEKVVAFNEESLSDFYNLMHLCCLSDPNFLEKWAFHQ
NLDWAVKNAYLLSPAYPRTSDSIFPTLKLISDFSADYRQRNLPLVLKAAKLPQNSRNIIRYLDVLVKSQDDAISFIEKKG
LEQISKYLQAKFSTGGAGGKDGEEAPKEELEATLRLLLKATDFMVSERSEKFERAIEKVMKGWEGKTVVLNALLSILEQY
GWSEDKLVLECYKMIKRLCGLDKERTLLEQTLETLYLEIENILEPEPQSAGGDRPVVGRSFSNFVQGICSLAFQCFTAEN
RQRANNACGTALMLAIASTHLPPRVGETETIVGLLQRIWDSKTPMASLLKTNDMLPEYLAKVLGKDTEQLGSDEVYSFVK
AAFPAAAHRINGRSLVEGCSLKIVGLLDTITSGLALPAEAPARIANLTSASISLIHELKALSVLAFAAPDLHGLVLGDEE
IRGLLEQLRALYFGAGEASSHAATLATLNPSTEQIKALLRPFLTEAFPGWEEQPRA                        
>Acas_g3922                                                                     
MRRYWSERKARGYARGGVDDDGAGRRFTGPQVGVWQVFVRTLQGQLLTIRAGPNDTVEALKFKVWALEGIPADQQRMIFA
GKRLEDGRTCADYGMSDQCTLHLVLRLRGGGPGQESEEEQRRSQLWPAPDGAEPTTTNPQPNSFGSMAAEAQARKGDSMY
AGRTFMFDIKFGVLDEVDWHRLKGTSLSSSSGRPSATLELQLRSGTVNLKTLTITTRDMTIGELKDTISARDHIERSAIE
LHDYGQAGLWDDDKKIRMVTPFFHPQVSHDGLLCLSRAHRERVWQLSDCQTDPSEFTLRTLHPANHTPDPTSAEGIELPK
SRLINHLSRLVNDLDALPDVEFVLNNGEDKVYAHKSILVGRSPVFRAMFSGHDPSTTGLTQVPIDLPEHATAATFASFVR
AVYTLAYDEPTASPDVAHEGVVSLAQEFGVAVPTDPAARQSELEVAQLKLMTDDQFKDVTLVVGGDKLRAHKYLLMARSK
YLHTMFTSGMKEGREGVAEVELHDIAFPVLQHILEFIYTDKINELPENLAELLMAADLFQLARLKALCGKALAEALEVSN
ASWLYEIASRFDAEPLRQAALHFIMRHWTDVAATLDVAAEPAHVLNCCVFLAGGLVYAVALWRSLPCALVYITGIYAFFL
GSCFVLSFELAQAVQRSDRTVVAVFTSLLSFLFAFTMPRCYKAERDFVGELLEERRQLRMWEEVSVMVPITAALLRKFDL
HLLAANKTLGGARGLHRDALELLGQYEKEEQQRAGTAHVGLRSLRVSAIHPRPQGMQGLLAPFHQLRSLSLHVFIKPNDL
RCLRSMPQLRSLDLSRSSLCDQGMTHLAIRSLEELSIAECTMATDAGLLALTQKKGVLTRLRVLDIARTKFTPAALITVS
DLDDPAFLRWTQVLRLTHLNLHATRVTGASFRHIIGMKHLRHLDLSGIFSGNQCSHHEVLAAPRLEYANLSYTLPRSGLW
RRGHIRMLSRHLRVVVDTKGINERLLSPNTHRLNPRATPRKTSGVCQALAKGVRDGDDDLVDEAVRVLNRSLAPSVNLYD
DSQFEPRFADKTERYQHFQYKAAVGRQLLEHFLRVYDPPAFRPVGRATCLPQRLASELHLFQRAHLDYFRLRRQGRLVCD
GPTQLAHHVLSADLCNLSPADVEELTKNVMVCLAESFTRLRADDGSGSKAKASASLDLKNLVQRREVGSVERAVRLLARL
VALANASAHARLIEIIAVDSGGLRLVVDVMWHLGLAGDDTALCLVCLQIVAGLVAYETPPAHLLPRAWLGQVAARQGSDA
DETTRAARVQEQLAANRLWQSRLCKAALLFGATEPGISEHVLRAFPIKLESLSVSGLGHLVISNLAHYVRGRPAPCPLKS
WLVPFDSSYSLRPLIKTLLESTSHDTVRPDAPLAFHALGTENALRLVLAAALRSARAAAGFGRAAWARERQIEEAHAASV
AQAWAKLALNDHHKPEPNFWASACTPLAAVCTTDDDWVAPSTNGVNAAVAEVCDQFVASFVEAGGVALLVEVVERECAES
QRTTRCDGRRIALTLARVEELYEARYRYRGRGVGRRSAPNWSWYELQLRWERQRKIALLAAALLRTLVAAKRDDDNDMEI
GRHVDGSTIAQLTSIEPGPGMDRLLASARSLHALGHTGAVAAAWEDDVGLRPYLDLRRAKQANEAHNRLRRLKKKQERKQ
RNHRPA                                                                          
>Acas_g4005                                                                     
MSEGGKISVSIKSSQGEKLVVEVDPSGTVLEFKQVLQEKTNIPPEQQRLIFGGHVLKDARTVESYAIKDGFTVHLVRGAS
NNIAQQSAPQPTPAAPSATTNPFAGMGGLGGMGGMGGLGGLGGGGDLQQMYSQMMQNPQMVQQMMQNPMVQQMMNNPELL
RTMMMSNPQIRQIVENNPEVGHILNDPDTLRQIMQAQSNPEIMRELQRTTDRAMSNIEAHPEGFNALRRLYTTIQEPLYE
ATQSQTQQAAASTNPFASLLGGGTTEQPTTTPNAAPLPNPWASGGAARPASAAPASGATGQQQQQQQQQNPFASMLRRSG
RRYGRPRRYGRHEWPRWHGRHMGGMGGLGGMSPEQMGAIMQNPMVQQMMQQMFSNPELVEQMMNSNPMVQQMLQSNPQMR
QMLQNPEFLRRFSDPQTMQAVMQMQQAMSQLQNTFGGAAGGMGGMGGLGGLGGMGGLGGAAPAPASGDQPALNPMMQMLQ
QMMGAGGGFPAAMAPPVTNPQEAFREQLQQLRDMGFINTEANLAALQATGGNVNAAVERLLNQLG               
>Acas_g4175                                                                     
MQIFVKALSGRTITLEVESGDTVETVKQKVHDKEGVPKELQRLICAGKQLEDGRSLADYNIQKESCLQLFVRISLYVEKI
TFFVKNLGVLGGDATNPSAAVAVDGLGAHALIHSPTGGELCAAALKDPRGTRGAPACGHLHHQHHQHLTQLQQQQLQQYH
PHYQQQYAQQQLPLEVALAAVPPASALPSDLERNQRERMRDAKRREREGYQGLVYRLEAKTSDPIGSVKLLIEQKAGIRA
EKQQLYFEKYQQPLEDHECLGHYLVKDGDTLYLLRTDADDEDYHMKGKKGKEEKGEKLGEVGTETEKKERKRKEKKKERR
KKKREREKEKKEEERLEREREKKRLLRREQAKRMEIEMREREKEIEKEVLQMKMMEKQKKKIKGRTKRKQDAKKRDKEKK



EKERERRQKELLRREKERQMKATDPPAKPPSAAAAAAAAAAKSLAAAGQQPQAAGAACGKPADGLAQPRALNGAAAGGGL
LNRVPSARRQSSPPGSMGFVSEAGDCMLTKDEEALLAAADERELTESEHEWIREMESRERRKLMWLEGAKSEGKLSAAEH
QHLQHLQQQLQRGAGHLGHHAHPHAHLPHHHPHAYHANSADLDDDDDDEDDEDDEEEEDDEDDDDDEEEERDYVGGGSIT
IDPASRAHRFVDARTLELEEKRKGLEEEQQRKMREIEKKRKEIEERIRIEMEERRKRELREKEEKERAEAAAAAAAAALA
AQQAQQRLQLEAKERERKEHEQRERENAARKQAELVAQQQQAQKLKEQQQKAAKEKAAAAAAAAAAAKEKAAATAQQPAQ
VKATAAAAEPQKESPVVAANGTPPKQKAAQPQPASEAQPKEKKKVKVDQKDDLKKKEREVAELKEELKRKEKEVQMLESM
KKELEIEREKEREVKKVNGASHIDGDGEIFDAVIDVDLDYNDVTQTIEALAYSSFLRINKREGREEGDQAIDYSLFSPDY
DSFYYFGHYMVEKSGGENEKESGEDDNHHQRRRRHGILGPVVGHDDDDSDTDEEGSEEDEAELDRRRRKADAAASKATSP
QQQVSPRVAVPGSSAPDQHPYAQMLALTADIDSAKQRPTAAAGRNGYRNVSSSSTTVDSVVVDAHNGGHHDGSGSGSGEV
GSSVEQQERSLFAGDEWSIVDHDENDDEDMTERGYLMIIEEQRRALELLMHELAEQKGFRDVGWTNAYAGAGTGVDAQLQ
QQRDEHAMAAARADEHAILRRENERLRKENKKLRRENERMLGNPTELGSMSLLELKALERRMKTSYDFIYDHLLRRMEGQ
MKKAGLAALKAAAADCALCRSKRVESVCLPCGHIPFCNACSGRVTIGSECPMCSKQIRRIHRIDFHRLTAGEQRPVVQVD
EATTPAPSGAPHSA                                                                  
>Acas_g4241                                                                     
MKAVLFLFALFLAVPLLVQADTCGGNCPSNDCSSCPCGYSSSYVDVGSACSQFSGWDQGCCQCIANHESGGNLNAANQNY
DGSYDIGLWQINDQNWGQCSGGNAPCDFNSNLNCAIKPVEVSFDSLDAATVGDLKRRLAELTGVPIENQKLMLKGMLKDD
SKTLAQVGVKEGAKVMMVGVSRDERQKVEALAAPKPLYELRNPQDREHKEPEVVPKKKRFHYINTLPLPRAEELLERIAA
DVGISGVMELYGWNVLYLKELSLNQEDKLGWNVNQGLEISLRLRVDKDHQLEFRSYEEIKDVMVHELTHMHIGPHDASFY
AFNRLLHQQIADIERKEAAKSQKWYDVMQEAEKKSGYKLGGVSAGEHLAHRPQDLALQAALGRISAREQAITDGCGGSIR
ADDAEKAERAADAKSEQPHQHTSQTTAAAAASAGSRDTHAPSHQRQPEATKQQQQQRKRERETERQRSEEARQHAAPTGP
AAPAPSGAAEQGRAVGSAAMPAPETAPQWACPACTYLNRFNRPSCEMCMTDNPAYTASP                     
>Acas_g4882                                                                     
MEAKVGDKATGIVYDEYMIKHAPDPSDWHPEKPKRLWASWDRLRDKGIVDRCQRVVAREAGEEELMCVHTKEHVDRVHEK
AEDAKGGGMAYFDADTYANEYSERAARLAAGGLVELTTKVATGELDNGFALIRPPGHHAEPGQSQGFCLFNNVAVAVQTI
LDTQPHIKKIMIVDWDVHHGNGTEKTFYETDKVLFLSLHRFEPDFYPNSGPLESVGAGEGKGYNINVPWNFFGAGNAEYL
YAFEQLVVPVAKAYQPDLVLVSCGFDAAWGDPLGGMTITASGYQQMTRMLLAATNGKVVLALEGGYNVRIIATCAEACIR
ALLGEQEFNVEEEQRDLDKRKLQYDAAAAQELMNKAKKVVNAVKEVHADHWPVLRSTAAAQVADDDEPTVEAALAKLSLA
TNDSETPEAEASAAAMQIFVKTLTGKTITLEVESSDTIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKES
TLHLVLRLRGGGKKRKKKVYTTPKKIRHKKKKVKLSVLKYYKVDENGKITRLRRECPAAQCGAGVFMASHADRQYCGKCH
LTFVFNAPEKK                                                                     
>Acas_g5223                                                                     
MQIFLRTLTGKSFVVEVEESATLQEVMDKVQDRTGMAPDQQQLFFTGKQLEEPGRTLADYEIKKECTLDLVDD       
>Acas_g5225                                                                     
MQIFLRTLTGKSFVVEVEESATLQEVMDKVQDLTGVPPDQQRLIFAGKQLEPGRTLADYNIQKESTLHLVEQLRGD    
>Acas_g5981                                                                     
MEIFVKTLIGLNMTLDVESSNTIEEVKWKIRGKSGFLPYQQCLVFAGQKLQDDRTLADYQIPNEATIFLPTLLRGG    
>Acas_g6357                                                                     
MLIKVKNLTGNIIEIDVEKTDTVQKLKEYVEEKAGIPPKQQRLIFGGKAMADEKTVESYKIQAGAVLHLVLALRGGN   
>Acas_g6758                                                                     
MKVYRADTGEAYDVGSSPNSTVASVKAELASLAGVEAADQILLFDRYKLDDANTLAAYHLPAEDKPVFLFNRKQLMPGTP
APKETVLGPIETRVPPETAAPNATGLVGTLLKYQHQFLGHLNFAKAVLVAVDSRIAMSRHCCAEQDMQAKALDVAVAHLN
EQYRQVPPSFEAFNEYYQRQKSKHENLLESFETDLAKLREMTLHPALRNGGMQTLMDVVSEARLRKWAEDCQKGNEQLRL
RLEEVEHQIVSTQREIDSLATGFEVNLEGLKEGLKNTGPLRQEVASTKASFSKDYKSVTATIEDLHRGKGEGGSWEICDG
FDSMKTVHLKQLDRLTKIDLASAKVLTACAESKTQLSGALHARIQHVAILEARVRDIINKFLVLREALTRQQQAFAQLFY
VRYLPDAYHAALDEVRLARIRDDEIKQRDAFLTKHGRYIPKNLIPGLPDELPDFVGAFGRAFPVALDRNLPAIEPQVDSA
HAAPPLMNLNSELGVSPPKSSPRGGSGTINTRSSTELSGRLGALEAENARLVAEIQGLRREREQQKQKTPMKTPSRERER
EDEAAAMYRSPYSSPAASSSSSLASPSSSMTGLSGAERKRVEESYQQRILSLEEKLTETYRQASLAEQTREAAEKKVAVA
EREMRMMREALALMEGKLKDWEAARKPPAAAHGADAGFGGSADVGFGGNNSSGSVDVSAERAAMKALRVECEDLRERLNK
LSEENRLLVSNLHETHETLMEEKGRQKRRDEELEAAAHDGAELRERVSALERRKIALEEELEAAKRSGADSVEAHERALE
ECRRREAALEADVREALERLDLTARERDDLRTQIAALKDELERAQAVLVEREKAEREIVQKLAQVEAEKEALLQEQKATA
QLTEEQSQQLAKSLSKVLAQYDMEKGKSLSASTALAIADLASPTSSATFGLSESPTSSSTFTPGRSGIPMRRERSGPLGD
EIGRQELLAEANRASQLVEEEQASMAKSISQLEERTRVLQQTLSMREKELESKIGEQVEKEAEVTHLRVALEEEKELLHR
SLLEKDLQVQDKQLQITRLEDYIRAKEEEIARLTQARNEEGELQIARLEDYIRAKEEEIVRLTQALDEEREQRQAIAEQK
EALEAEMAVRQHDGKTEAEELSKTLAGLHGQLDIKDRNIATLLESNKAKEFLLGDLNDRLKEVTKQMNELEESLTTNKKE
LEDFRNLEQTLELLRQESEQTKKALEEKIAELTASKQRMLALSDFKVDDLMCFEFDSSAGRYEAFNRGAPNYFLSEESRE
LFREQHRTRRDHIIGQVVFIMEFVATAAENPYRLPINTRFYEVTITKIETEAAQP                         
>Acas_g6789                                                                     
MDIPTGVHASAAATIQLEVRWHGQPYSVEVPATATVSEVKQRLEELTGVAPHAQKLIGLLPRGRQPPDHAALGELGVKSG
QRCMLVGIEAARAAQLASEEEEHRARAAAEAERAKVLAEVEEARRAEEQLRYEAEEAQRRQERIRRQEQSAMEREEMRRQ
QEENQRLRREAESSLEIGRLQCFSSAVGGNPRLDRGDKVVLPAAVLEEAVHKGLPFPYTFRVRKVDAESPADADASPIAH
CGALDFEAPAGMCYLPASIMAKLALQEGDHVSLKSVRLPKGEYAQLQPQSASWIDIPMATREAILADQLRNYQTLTVGDT
VRLSHGSQDHRFHVTKVLPAPSHEMRDDSADAQLAVPAPDSLVGGPSAGISIIDADVAVDVIEPREAYSPIAPVTLDGST



AGELGQGESVTYRLRLDRPLDAGLLIEAKRLHIEAADPQLARAVQEGWLYITVCAYATPSGASVSFSLECKPGGGEGRQL
VLESPDKQADVVQCSHW                                                               
>Acas_g6963                                                                     
MAAGCLKDLTFALELGLAVPFKKKQEINRLIADNGGRVSYMINRKTSYLVASDDILEKSYSSKLQAATRHGIPVVTLDFL
NDCAEAGGLVSAKPYLLQAGGSASSGSTGGAGGKTAGLSTVKVMARKKVVARPPPTVRVWPYKTTDSDAPQWPEDNYEVA
KTNVFQDAEGTYSQLYTTMSGQGYKRVNLLASSRIGSDKAKAQGNRLMQGPSALSEPVQKLVEYLYSEATHKITSALQSP
LGTLTLQQVEKGESILMQIYQTLKHAENNPTPEQLTEIRALSKEFYSAIPQNQQPAVDNSAVLEEKQELVQLLKDMLTVD
EITGDTATAEVDMKYRALRCQINALAAEAEDYQQIKEQVLSTQIKGSKLEVKNVYTVRREVERQLFTKQMDNQRLLFHGS
RISNWVGILSRGVLLPHIVTQSGGTRTDAGMLGAGIYFGDCSSTAAQYTTPGQQGTRMMLVCNVALGKSADITKIDTTIT
EPPKGYDSVHGVRSTESQQTDFVDDEYVVYRTAQQHMSYLVEFAQQEDRKQPAPRQSLSSHKPVVLQASLIVPAEEFDVV
APPSNEPQPSEEENKGDEQAGLMSKGGEAVPLKSVHVRATLLDMVAKVVVMQHYHNSSQVPIEAKYVCPLDEMAAVCGFE
AFINGKHIIGEVKEKEKAHKEYKEAVAAGHGAYLMDEEKPDVFTVSVGNLPPNSSVLIKITYVTELSVEGPNIAFVLPAS
VSPPQRDKALKDVTQTVTKTVNVEGDATGGLPLDLQVSIDMPYPIVRLKSSSHPGMLLIKQTQTKATVQLKPGTSLEGRP
FTLLVGLEKPYEPRMWVEENGENGRYAAMVAFYPDFQYEGEAPDDHEFIFLVDRSSSMKGEPFDDMKRTLLACLERLANV
DATFNIISFGSTYERLFVDSQSTADPSALATAKNYVDKMRPNFGGTELWQPLRSLFLMAHEERTPRNVFIFSDGHPTNQE
SLVELIKQNAAHTRVFSFGFGSNCSRHMVRSLARVGGGVAEFMPANKLPTRSKIERQFRRALQPALSEINVDWHISDRGS
VSAAPAQLTSLFYGERQIVYGFVDYCTAPPYEDRAKNGDMEVSNLVSTHELSITRGSIVHTLTARAMIRDWEDGNYDKDA
LIHEIIKRKRKEEIIKLSTQYSLVTQFTSFVAIEKREAGEQKVEGPSIEELVQKETVDSLPYVGWQEEKKEAPVVQFKTR
KECLENAKAAQATQNFDELTQAVRAIANMNVEMTEEEGQLFSEAYTHKIAPQLDQLREVRAAEESDKANGVWAKLAQHKK
LRTQLEKDLGQVAQEALDTVEKHVLPHATTDHAKRLFETLRGEYLLTLAELASGLKRKQLGEKALQSLAAAAQLVHKEAL
APSDPVRVRLAVKQAVLHAHILEDDTQARMLIGALPRGVLRSGDPATAAYEAELTRLGLAWAIAPLSFDDSDESCGSSGS
SSGSDYDSDYCYDEFDEKAEEAEGGWCDDDYALEQIEASLDACNEISMALSQSYSMLEDAELEKELLLLQMEEESCVMEE
EEEKQKREAVPVSQSFIYAKKDKKEDKCLASRFTTPTNKARYEPPASPKGAAAPALMEFSDFDLLGGLAAASAPSSSSSS
LSLGAMDKKEKERERDSPARARRSSGERKPIEAMAERRGFAGAKTSSLAKPEPAKKAFDSADWHLGTITNSVSLAKTAAA
AAAAAPAPAPHSKLVKEEKKEEAEEEEEDESVGFGLFGGESDDAPSVTSFSMPKNDIKKKKKKSEKTEYKRSESKNRSAY
AYQPAAEAADPFAALEAYTATTTSRATASVPEMDMATSFFGASMPSASSSSSSSSSAFNFSNARKPTPAAMAAPMAPEPV
ATGFRYAAVPLSRKSRTPQAFKAADSKPPPPPQQQQQQQVLSSRMDEQERAAPRSSMLDSIRGGFALKKVAASSAAAAQP
QVESAQLLASVLSRRMAIMDNDDDDDDEEDSWSDDEHAAPAPVVPSREEASSGGGGGGGGQLFIKTLTGKTITIEMDPSD
SIDTIKQRIQDKEGIPPDQMRMIFAGKQLEDGRTVGDFNIQKESTLHLVLRLRGPQVSEPRKWAEILDLQKASQTSLKPG
VAWELTSQLADILGVSLESIQDKLAMTGARSLGLETYALLEALFATALALAYLDLAESQSNSQWDHGKVGEARAWLAQQE
QKNAGLLAMLELRGGVMWHARNFLITNSTVPIITMRGPEPEPTAGPVFGEDDDTASPFLPTIAVPPNPYGF         
>Acas_g7615                                                                     
MANTNAARAYANSKSRANAYADKDDLRRYYTAIDRNLRDEHMPSRPLQLAEEALRSVLDETVDSVEHLNYFIRIALPKIV
KSLLTRRDLSGNIRVHFNNYLIRTFDVILEFMHQDIKEVSQVLCILTQPDQDFYQLSKRPDKEHYPKIMEKVREYFAKNE
VAPAKDRELSWQSDFVYINPKGEPLSTHYLISVEYFGKRGGFDAIMDRLLDKENKPPLPIIELLLRAIVYTSKVLRRDFV
KEYVPKVQQAIFHQLLEATQVEMKKDAKTSFKDISKSLKALLGLIMPPEEIDKVIEGFNLDAALMSLKSNVLERRLNGLK
LIRKMIARATPKDDKKSSLAYFWNKTKQATAAVATAAVAPGYGGVAQGQDGEKKEVEEKPIDPNFVLSWLLDNEILKLLF
TNTHVELIRQSLGILNFLVSKNKLAVEDLDMLWEASLGRHESEKRVIFETIVSLGQNLPYKTIDHIFSRIMETPINGYDA
ETVILVHDFTVIGVKANNSGKKNWYGMDVLWKLAMQEGEGIQDALATCAFDNLVELLKLELVAPVRTTYTERCAENLMKS
VCMPQSLELLIKIVETNPKKGRKKVVDALARKYKLLDAFFADLQKYKREVHSAEESEDDGGKKKKKKKKNKGRVVLMRYP
HMQQIKIRLSFLEFLLVNSSSTLTAAQVDVLWDNLITNALVPEEREACFAWLEKSSANKPDGFVAFDESVIQHLFVDKMA
QMDCTLLNQAGSSGVDKATDELYVASPDLIGIDNLWQIALDAQDVEVSQAAIRTLNELHQNVSGESLKAKVGKIREAYIG
VAMSHLSKEAATLKPDSPAPHGSQQRIQRCLTLLKTFVEDFDARGRKAAAVSAATSAASAAQAGAPPQAGGTVSGPSGTL
VTRRGADMGPPISFYVKTDLKPSFTVHLRSRDTLGALKRKVSQIVERPPELLSVFIFETRELHDDDKTFYEYKIGDGYTI
FVKLRERVGEVRKKPKKSKSADTKGKKPGGQSSVVQEEVNEGVPIDALIFEFLQMQLGALGLQTNRHMTVVSAPNAQPTT
MMGSVANAIGMGTTSSSLSPNAAASSSTLTADKKKNSKSASSETLNKAKAENVHHPARILASEGNFDRLYDLLDYGNDIG
RQVWELMNLLPTNQKILQQFRSADFDWDALFNPKHLYKLIYSLDVVGKLITPLDSDSSTVDVESIGRFVSLGGGKHLVRL
FMSIENDPSNPGQRAVFASLLRIINAITLSGKEQEGSKAQVNLELFANVKLSEMVNKLLQVISSAAAESKQEPLEKEEPT
ESQRRDDPMSASATVEVGGAETVIATPSATLPSPRSPLDNSTALSSGEVVKHALDLLVTFVIAKVELLEQLYDYEKQDGW
VERLLLAAPVRKIRQAAANDMLRLSQQVESEALQKLGAEPPAKHFLEALLSILPGITSYSATCQQYFSLLRGLLKNDKAG
VDAQMAGKLLHDLLLQIRLAPVRESSGNGPVDEVIIGMLGIVRGLIRKYPELKSECTKDKGGLVGQVFEQCLFALPTAEE
HGPTAPPKCKTAESRTAAFSLLTELAKDNEECFRELVALLNSQLNKVEPNGWWMVGGRLPRSKYGYVGLQNQGATCYMNS
LMQQLFLIPRFRQGILLADDNSADKSDSLLYQMQVLFSNLMKSVKRYYDTIEFCAAYKDYDGKPVNTGQQMDANEFFNNL
FAKLEDHLKGSEEEKLLSDVFGGELSNQLIPKECTHRSERLEPFYSLSIEIKNKKDIEESLKLFIAGEMLQGENKYKCEI
CQKGRDTLKRCCIAKLPRIMMLHLKRFEFDLEKMRNVKLNDRCEFPMSLNMEPYTKEYIGRQELDAANLRMSQDRDDDDV
PRYPPEYYEYQLVGIVVHQGSADSGHYYSFIKERVPLEESREAAWFEFNDTNVIPFSADRIPYECFGGEEEVMVYDREKG
TAKKAMRPKINNAYILVYERKDVDLNDWAKRQLEKEERKKGKRRNKAEPSESNEKDGNPNKAADQESDDEAAVGGVADNS
GNESEDSRSEPFMTPSHSASSLVDIENAAAMMSPKGERDDKKEETRPESPENGPGTNGEEGNKHEGAATELVVAVSQEKP
ASPDAQPMPVQQVFSGGEMAKSPSFLALLFLGKLANVVKKKQREEELKRRREQQKRFRQGLSSSVIPEEIMNYVWEENRV
FLTEKYAHDDDFLKFVWDVTHLYNGTENKGEPTMATVQFTTRFMIEIGSRTRTDTHMFDVWVQHLKRLYTDNHEACRWLL
TMLSKDDDKFVSLLLHCPMERVRRAFASIILHAMHQLLPQERHLYPRYIAMQASDSDDEKGEEDKLGTPRKDKGKGKEKG
DGDGVQDEESPAVLQFVEFLISLLKTVRRNLRHSAQYFNLLYDFVLTSLEEKKYFLARHIVREYIEFYLQTGKFAPVALR



RGTKDEARRYRPTAGGQTSTASATKMNAPSLAGLVQTIAVLVRHTDPRNEKGSLPPTQYDPENVLELPNKDRDLLINSAF
IIRLIKDGADPLATIDILKHYSWEDRKRSKMFLVDIKDVLNKASSEQLRLYFRIIKHLLLIQDSSQDWRIEYALVALHKS
LGHSSITNKETVGACIKFIQKLSEKNDKVKAWLVKNKTISNEIVEHHQRLIQAEKEKEAAASGTGGSRSAFSLAKTLHK 
>Acas_g7651                                                                     
MSVKINIKWGKEKFNDVEVDPSETGLTLKSQVFALTGVPPDRQKWMGVKALKAGKLEDDTPLASLNFTNGQNVMLVGTAG
ELPKEPPKPVVFVEDLPEGEINELVEFNHPPGLANLGNTCYLNSTLQCLKAIPELDEAVKTYGAFPQFNQRTERGYAQQD
AEECWSTLVRALSQKLPAIKLGGESPARTNAVNQLFSGEIVSTYTCKEAPEDKLVQKDTFTKLMCHITSQTNFLVNGLKE
SLKEEIEKRSEVLGRNAVFQKEAEITRLPYYLNVQFVRFFWKSNSDGGNKAKILKPVEFPMVLDLFDLCAEDLKATLKEH
RNILTEREDLRLQNRHGIKGKEKEGEKKAEEDEGAMDIEKSLPPLWEQKPLQNETGLYELYAVLTHKGRDADSGHYVAWT
KQSEDNWLQYDDDVVRHYKDNDIKQLVGKGGADWHIAYLCFYRTKKPE                                
>Acas_g8514                                                                     
MSDRRERERERDKDKDGDRDRDSDRRRSDDDRRRHRDDDSSSERRRSRRSDDDEDDRRLRSRRDRDSGSSRDKRSRDDDV
SERDSRSSRRSSRRGDDDEDRDRKRSRREEDIEEETERLKAERLRKEKEAKLKELESKLAAKLEEEKKMKELSKITTYQG
QGTQMGGTNTGNRGQMIEITLNDRLGKKVRVKACSNDTVGQLKKMVAAQTGTKAEKIRIQKWYTIYKDNISLADYEVRDG
MNLELYYY                                                                        
>Acas_g9015                                                                     
MQRPFSGLLFSFSGVNETELKKIVQANGGESSSIVSPKTTHLVTTAQEVENKTQKVISALRKTNVFIVNDNFIHDSVQQG
HKADERPYILAESDSSLRQSSGSASAPARPKGWWKAKFVKVKAWTHGTKGEPYYPDDFEITRSDILQWTDVMSNHNKYYS
IEQHVAEENGKKYHRLFTHYGRTDDLENDPNSGRKETRHYANLEQTEAGYESIIEEKTGKKGYRKVDMASGNIGSDKARA
RHAEPAPSAAEEEEAEASSSSSSGLSSSLHPMVQSLINYIYSEATSRLTATVSAKITSRGIETPLGVLTLAQVEKGEAIL
DELQTLYETNKLDQASAERLSSDFYTVIPHPIGRSKMAVMAAVLKTPEAFDQKRELLQLMKDMVQVNSAGGGVLHSAEVD
NKYKALRCQVSYVEPDDGNFRTIRDHVLDNQVKSREIEVLNVYGIKREAETSRFTSQLHNQKLLFHGSKISNWVGLLSRG
MLMPKSVTALGGKRTDYGLLGAGLYFGGESCTSAKYTSAGAQGTRFMLLNRVALGNIHEVYAVTPGLTEAPEGYNSVQGV
SSRHGRPSAFTDDEYVVYNIEQQQMEYLVEFRLTTSDPAYSKPGSASVTPSAALSTTTGGFSFGSSTAPAASSSFGFGGS
ASAAPAATTSGFSFGSSTAPAASSSFGFGATPAASSFGFGGSTSAAPATTTGGFSFGSSAAPAASSGFSFGGSTSAAPAS
SGFSFGSSTAPAASSFGFGGSAVPAASINITLQNGTTNTSLVVPVPSSLTLRRLRDLIETRMQIPVDEQKLVFAGQVLND
PDRTLASCHISQGSTVHVAKQQPTVGDHITVYVRTLTGKTITLQLLPSDTVGNAKSMIRDKEGVPPEQQVPCPSSLQLDD
NRTFADYHITHDSTLHLVLSLRGFSIPMKVAKKAPAKKAAAAKMDDDEGSEDDDDDEMPRAKKTATKKKMPAKKAMTGKP
KKAVKASKKAFSDEEEEEEELSEGDEMPRMKLTKTTARKSTGTKAPRKKMPAKKPAAKKVKKPAAMTSCRKSPGGKAPRA
FGWPMPQPAWDEPEEQVTNDDNTAVGSLYTDYEDLITPEQSAMKKQEDHYRQLFAQDRHNSTLSDIYLNLVDVFNNRDTF
KFATESAEERTIPKILGQKRPNLASLAGQYSVVDEQQWAKNWQDFTQGQFEGLNWEGIFIAGGSVLSCLDPDYPNVHKGN
DVDMFLYATDEHRAREQLRHIFDTVQRNTNGKGDIIRTKNAITIINSYPYRHIQIIMRLYKSPAEVLMGFDIDSCTVGFA
RRSINYRYNLVDLSRRSLTYESRLQKYAKRGYAVAVPGLDRSRVDPFLFRKTLKSVHGLAKLLIMDRNAAKAQAKAEASP
TKDGTTPKQRCGRRSRAESGGAEAPPFEKEESDYSEVSLPWGPDWFTMGIMSMLNRQDKAAFFSTIRKNKANPGEKRGPV
SHIFVSGIDAVLNDTTRMGPLSWLTDNPGRQLLTGSFHPVDDENYERDAYSAHSGMSTSTGTGLSTPKKRASPAAVRVQP
APASSSGWGSFASSTQPAATSLAFGSVTQAQPQPQQTSFGSTSSSFGFAAARPAATQSSVSFFGNAIGGASPHSSGGGGF
FIGKTPAASASSSKPAFASSKAASESEEESEEDEALITSLASLSTQHHEPQQHQPPSPYNYGFPTMGGSPVRGADKPTYG
IPSPFASASPITSAAAPHSYGIPTSPQRDSRPKQPEHRAAAASPYRPSPLSATLPMPATSFVTSSSQLSEAVEQSLKQVF
SSGKPPQSRMAKLLLLVSMLFKAQRITAQEKSALKDLIIQDHEALVCALEAFETEKDFDELEDTLHRICQMN        
>Acas_g9161                                                                     
MHIFLKTLTGKTITLEVESDDSIDAVRLKVQDKEGIPPDQQMLSFAGRRLASSTFRLYGEPLPVNAPLKDSLELVAALST
VDVGTSVQLYLPEIEVVKKGPCRSWESRRFISPDPDSREEEYDLVRTIPAEWRTVSLEDGATTVRSVMSAIEAEYREKYI
PKPLLTAQQAAAQEYNCPACTFTNPSTSAWCAMCVTTNPAPAVEGGGVYALVMQKRRGPHEVPMLVDFTSLYTHHNDGID
TKWQQPPCEAKVIVSLEQPAHWDNEGERMRLSDYNIQKESTVHLILSLRGD                             
>Acas_g9472                                                                     
MVRLVVKNAGQPDFPLELSDSGTVGDLKDELQRSYPSHPTPAQQKLIFAGRLLNDGSQIISHLITASKYDIKTPQAVHLV
LPPPSLHSSSSGLPTSPAVNRIHAQTDIRRSAPAAQQHAPQQLPPYAQPHPRFVPGNGVAPPAAFVRPQFVPAAAPPQVA
PAAAPRPPAGPGILGRQNWALLVKLVVIIYILSQGGDSLRLSILSFGAFLVYLYQMGLFPRLNRRAAAAAPVAQQAPPAA
VPERAPAAEAEGDAPAPREADEPAAAPAAAAATTGSEAQARQPAQGGLWREMENLFLPFVYSLIPTWQPAAMAQPVPLPV
GQPPQVPPQPPAPRLRSGRGCERPKLRAGVRSANTYVT                                          
>Acas_g9616                                                                     
MKIWVKPVQEGRFAITVNRDEKIEQVKASIERAKGFEAKRQKLVWRGRALQDDATVASLNLHENDHLILLVPLVKEEVLD
LPFEAPFLTGAAAPTAAPVPTPTTPPVAQPQPIVAPVPAAVAPPVALGTSPGAAPIPIPGGGQLDLQRMLMELATAFTAS
TGGQTPPGAVPPILTIPPVVGGPFAVGSPSTPTPSTPPQPAAVPAPAPVAPPAEPALPEPKPEDIQMLTEMGFPAERAKK
ALWLHRMNLEVAMEWLLMHSEDPDADAPLTAEQKRQLVAIYGPMQTIDPRVQQAIAANVCTYAVTGPHYASQTWYQCYTC
NLSGNEGCCEACARVCHKGHQLSRPRTSSSFYCDCGAGVHSFKCRALRVPTIEAEGRGRTCIYEKHERHKIKARAVVGAG
PASLSSLFRSWRTAYHYVRDDLDVSVAVATNLTAALTQFDDDLVNFAVAESVVTDTALLAPFGGPFVQLPLTASAIVMGY
HLPELNATTDTLVFDLPTLARIWRGDITLWNDSAIAALNPAIALKLPGAPIELLYKRIADPLRADVTAAFTKALCHDAAF
DAAFEAAGGSLYGLLGGSGYADNNVTNRKSRLLSAPYTLSYFRLVDTMGISYSVMKDANGTTVAPSATTVQSALAWYRTT
VFDNQFVADISNGGNGSWPLTYLAAVVLVPLNASIATNCPQVKDLLDYISWTQVNDYAVTLAQNEGFVSLDIAYRRRLMD
TLGTITCDNVRATSSAYVIGLGAPQPVYTAWAAEYRQSNFKMKFFTGDALTSTKYMQTGDIDFGSTVVPLSAETLEPMPD
VIAVKVTAHAYCFTYNIPELVGQPPMNLTWEVVSDIYLNKVKNWNDTRIRELNPAVAHLLPNQDIMIPVVTTAQTSVQAV



MQTLSARVPEFNTMVGPVALPTYPVAQQDPNRTITTSGLGAMQTALDNTKYIFSWWVHFLTLNSAPTLQFAQIPNAEGRY
VTPNDVTIVSAITNHQGSPTDLFIMLSPGPDSYPMVTFNALMVRSETLPDLAKAQALVDWIYWTQTDTNARQIARSGHMV
VASMAQTAKSDLLDQLATVTSQGDPAFSLAGCIYEGTICADQGTCVNSTCVCYAEREGDFAAEVEVMTALRHPNVVLFMA
ACTRPPRMCIVMEFMALGSLFDLIHNELISDLPLPLMVRLALQAAKGMHFLHSSQRQGRYVTPNDVTIVSAITNHQGSPT
DLFIMLSPGPDSYPMVTFNALMVRSETMPDLAKAQALVDWIYWTQTDTNARQIARSGHMVVASMAQTAKSDLLDQLATVT
SQGEPAFSLAGCIYEGTICADQGTCVNSTCVCYAEREGEYCERKKTNTTALGVILGVALGAGVPGLILLLVAAVALGLGC
WLLGRSRGRGRQDWEIDFDELEMGDILGSGGYGEVYRVTLPLRS                                    
>Acas_g9752                                                                     
MKGAQKAKSKGSMSPKGGAKKKTRQCMVEIEIDPSDTIETVKAKICQTGGLTFDQEQRLIFDGMEVMDHKRVRQYSIAPG
DVVHLIRKER                                                                      
>Acas_g9915                                                                     
MKLVLKKLPDQVAIEVEVAEDATCEDLKRQIQTDHQFDVSWQKVIFAGRIVSDEARLAEQGIKDGASLVLVVRKPDSAAA
AAPAASTPAAAPAPQSAAPVATPAETQPAAAATPAADAAPVAAASTPAFTPSDEALSALLGMGFEQEQIVRALRLARNDL
QNACDLLLSGAPLPEPTTPAAAPAAASGGAQRTDPQQEASNLMSDLIQRMGQQNSDPQAQFEWVVQQPQFQRIRSLLQTR
PDLFAALLTQLGGSNPQLHELISQNQAEFLEWLNDEEGGDGDGSDIAVVQTGGGGGGGAAAQLSQRDESSITRLMELGFG
RDVVRQAYLACGKNEEMAANYLFENS                                                      
>Acas_g11162                                                                    
METVVVKTLTGKTLNIEVDCATTTVRELKELVQDREGIPPDRQRMITAGRAMSEDDWPLAAYGLRHWSTVHLVLRLRGAP
ASLFLDPPHASAVPWPSKEEMDRFMKCEWAELVARGGEEGIHALRPPSETDCSFLAFIEGPAGSLYEGGEFVVRVGLASA
PLVRVLTPLFHPAVATNGQIALLDGTGKGFVPWRGAGLPLLRALRAQLLVTDIGPEREAALARDPLVRLTQCNDWGPEMP
QRRLRAERRARVTTALCAMTDHDRRTTSAWLAHFIPHSPQLCGEVKALLLVTAKHEQTGEPLHPEAGPVGCLPAELVRMV
VHHLALAHVAQERTQLVGRHHQGAAPESEWLPTKWRWGHQVGAKVCMVTTT                             
>Acas_g11188                                                                    
MEVTIKTLTGKSFPLTINPTDTIDAVRRKIEAKEGVPVDHQKLTCSGRALAMSNFRSYGEPLDVDRPLAGLLKLQHDDAD
GSATVQLYLPQIEVVKKGKSTSWQTRRLISPGMFRPPRGAEYREKYLPKSLLTAQQAAAREYSCSACTFLNPIASARCEM
CNTPGPASATEAEDKKIVSLEPPVYWDDEGERRTVADYSFITTGTVIHLVLGLRGD                        
>Acas_g11755                                                                    
MEGVHSEEDLQQTHITQIYHLGDEPCSEEGHGADNCEDNPNCLLGLGEGGEGVWAECPPTIEELGNDPHAQVKQPDVPAG
LENLGATCYMNNVLQCLYMNTAFRQGVYAWRTGDDLMVEEETAAEAETAKGKEKQLEADAQQAVNEKEEHSRGSVCSELQ
RLFALMQEGRRSFYTPKRLTEALNLKTSIQQDAQEFYKLFLDYLEERFQQSEDESIKELVGQFQGEYAYTTVCQACKTVS
QRKCQFSELELNLKDAKTIDDSLHSFLGEEQLTDSNQYFCETCSKLQDATRSIVLLNLPKVLNLQLMRFVYDIKTFQKRK
LQDSIAFPLEIDMGKYMQEFDERQNEVENKRRRKGLAYELVGVLIHVGPGANVGHYIAHIKDEVTKKWWRFDDAVVTPLD
EAKIGIEKEPKKNKKKGAALPEGMTESSNSYMLIYALKDRETVAQPQLPASAQAFVDIDNREFEKQIEEYDMKAKEERER
IEAHKQSYTAHFSTLGVPPGTKEYNWIAVSWLRQWVIGSKELPPIDNTELMCAHDMLDPRKLSHAKRITPEAWSMLQSQF
KGGPVLSQECYCMPCSAALCHELAKDAEYNRMKETTLNLITAGPAPKGYILSTSWLNQWKKKSEPEDLSKNMNEKITCEH
GNLCPAGGRRVVPAQAWSWLRSEFPEGAEFHSSESACKECIRDSAANKEELQNLKVVKAKEKVLFPARIGRRKDDLTVLS
LREEQRRVNAIANEKDAKPGCRYYIISQEWFGRWRAWVENVPDTDEPSPIANESLVCCHDQLHISIGRGQFPIDPDETEF
RLVTPELWAKLIKRKVVDRPIVLQVERQDGGELVFRVDPATCLEFKTDKITVSADDTILVVKLKILEKLEIEPNEQALFF
NDVELKDSKATLRQFKVPAKATIFIERRQLSMADYDILDGHDQIEEGFKGTIFSHEKATDASGREEAGASASPSPSRAEA
EDLPAEVAKLWTCDVCTFHNPYASPAAAAASLIT                                              
>Acas_g11858                                                                    
MEKDTSAATAPVAKKKVHPFLSLSVKTLTGKTIEASGRFVRVKEIHEAVHKSEGIPIEQQRLIWAGRNLEADKFVEEYGI
PDGATLHLVLRLAESGTNAGLMLPAAAAKRQGNTTQLKLAVESVKASGGGDEDENAMRQDHGATEELSLAESEGLLKTLA
FPSVGDDDERSMSEEGQSEPERLKVLRYSPEGELKTPSSQVIITFSLPMIPVTSHQELQEMGSVEGVSISPFIDGSWKWL
NVHTLAFESESGFPRSTEFKVRVDSTAMTSTKGAALAEDLVFSFTTVRIGVASHSLGSELEQACGLRPTIFMRFDQLIDP
SKVLPNVTAKLVEEDREIGLEAIAPSDVADKSIAALVERADPERILIVRPVEELPRNAKVELTTGPGTPSEEGPLLSTTA
SKFSFKTYGPLEVASFTAGCFTFTNTLAAVLTDGDYDAKQLVTVVPEPENFKVVAEGSRINIRTLRPGCSYAIKLSPDIT
DRWGQRLSGEAVEQDYAVTIPHKAEALQVGSGKFSIIPLSFTPKFTVATTNVAAVRYEAFGVSPKEWLQYRAFKAISDLR
EAWANKEPLANQIMTITAEEDKRTLSEIDLEAVFERAGGCANVVVVVTTVTQQPEATPKTGWTWLCRTDLSLDVIGDLSS
LHTFVTSLSERKPQAEARIRLVFSNGDLTAGTTSESGLLSIDRTRYDLSGIKAIYVTKGDDSCLCPINEDKQYNWPKREK
DMVYHVISERGLYRPGEVVHVKGWVRKLKKNGDLKKIGGMVVMTVANSHYQNVSMHSTRIDEDQGSFSLEWEIPEDFRLG
VAKLKFTQVSANAFSPTLLRTLSQSGRTLTVEHQLDVDIQHFRNPEFELATKVLGAGPHICGDPLNVQAEAKYFTGGALP
GAEVEWSLGWAPASYRPPNTEGFTFNSNASAGFPRSGGQHKGSTARDGTHQIKITGKQESKTPAPMSLTAVATLKDVNRQ
SLSKDSKILLHPSSLYVGLRPAAMVLNGPGEAIRCFVTVTDIDGERKQGVTVNLKAVEKKWVKDGETLEWKQKTCQKLKQ
SVTLQFDDEERKSGFEVNFGPWLEGDRVLISASIEDEQGRPNYTEINVFAFAGLNRIVFPHSSAGSKVSTEKKIKLLADK
EEYSPGEMARVLVHSPTWPAEGLVSVAKHGKIEVSRVTITAPAQIISVPLGPKSYPGVHVEVNLVPNQDSSVTYITPASL
FLSVSSAEARLGLKITPSATVYKPGANATVDVMITDHAGAPVGGNLGCECTFYAVDESVLFLSDYKVKDPIASFYQNRDK
CFKMVSSRSVVKGSMVTFDIFVKTLTGKTLTIGVASWFTLEDLKNVIQDMEGIPPDQQRIIFAGKQLEDGCTLGDYNIQP
ESTLHLVLRLRGGGDPSMMPRAVYKREDFRPLAVFRPDLVPSDTGRVRVSFALPDNLTRYRIIAIAVHDNRFGVAESAIT
ARLPIMLRPSPPRFLSLGDKYSQSFVVHNVTDEPVDVRVALRVHNLEILGAHGKAEVLFPIAASVVGKEATVEAVAMTGR
QSVFGAENDAARIVIALKEPAVVETFATCGELEGRELVQLIKPPANVHDRFGGLEVTASSTMLTSLSDAFHYLYSYEYEC
SEQISSRIISSLVFEPLLQAFRDVFAGVNQRELLKKVAKDARKLLKMQNNDGGFGFWPGTKSSPYDYSDSASKENPSWPF



VSLHAAHAMFLVEKVRFQFEQQVTDKTLAYVKSLLVSRKEWQAKQDAKANQPQPRFGRQPTVEPHPIPAFYSASARYTIQ
AYAVFLLHKFFRSEKATYLHHARRLFAKGLGKLPLEAMAMVLPIVHEEERKAARRHEGKGEALPKTRAEVEASIAKTDRA
LEEIETARNEILLGGLDWTGEDLDNSFQREARLQVSLVKLQLLLNTMPEDMELQETDEKPSEQPPSPVTLVLHEINNLAV
ETATGAHFATSYSNDYNYLVLHSSRKVDAILMSTLIAVDPTNPLIPKLARSLQEAKRKGGAWNSTQENVWVLMAFAQYFE
TQEKHRPDFDARFWVEDGYLGRQEFRGRSAHRQSMSVPMSALLAKQFELEAAGPEGVQKDGMDLVIKKRGPRQALLPHRV
DVGADGSIKVRAGARDMLPAGLEPLNPDLKQAGDDYTQQSNNSRKAILLELLALGRGYAVGLLTGWEGRWFDHQELKDDR
CEAFTAYLAPGVYEYTYLTRATTLGVFIAPPPKVEEMYSPETFGRGTTDIVHVYC                         
>Acas_g12005                                                                    
MEEQQTAAAQGEVVLKVKQVCGAKWTGDVSISLDATAADLKSKLQNLTGQPLHTMKLMCSGKILKNELSLKEQRVGSTKA
SSMLMLMEDLAGKKMELEQTEQQKILDETQVERTLAAAQDLASRVDTDENEYAPQTLEIYNQSGQKMHLLPSDQRALTVG
MTLHDRGKALVKKGDLKTAAQMFLRAESEGFSKCSADLLAMVDNYGLLCLDIAWTYFKLQDINNLKDAGWRLQKAQECLE
KTYGRNMERLKRLKGGAPEMILYVRLNLLRAIAAYHNNDSAGAQRYLNEAETKLNSLKVTDDELVGLIAMGFSATESRVA
LRACDRSQEAAVTYLINKREQQRAAREEERRQREARRERHRAGRTANGQWVDVALLKALTDMGFTRRLATEALRQSNNDE
AASITLLTESPDVLQASIDASRNKKSKRKATLTPVPEDKIEQVVGMGFSRAQAVGTLRATDANVEQAINLLLEGRGIEAD
DEPVATTTTITEAEAGAAMEVEHKGEAPGTDEAAAAAVAEAERKREQEERLAQERELQRQTENELLDSVEEDADAHLDIP
LDDEFAVLGTYKQLLLQQQSPSS                                                         
>Acas_g12072                                                                    
MRILVKTCSGKTIEMFVENPKMSVMGFKRLIAEKECIPPQHQRLIFVAEELDNGKTLEEVVSDKLQKEKEEIKDAELGAG
EVELTFHLIASPPQAPSSSSSSSSSSSSTSMTSPPSLINITNNTEITGKRKRTADEATSSPVKASPSRKLSKKCAFAGCS
KRSVVIIGDCKFCLEKFCSSHRLVEDHLCSATASCKQASFDKNASKLLREKCVAQKLRQY                    
>Acas_g12314                                                                    
MEVKFSPWKAKGVATPRRWLSQYTQCSPSSLGAGDGNTKKKKRRGGAHSDVFIVQSTRQRAPHEKRRFYAIKRQALISAE
AKNRAVREQKIAEELKKLVYRSMCGNFVLLHDWNSCETYVEPGFATPSRIAPSSSSSSPSPSSTNLGWLGGTPTKAPTTP
RGKRGRSLRDHESPAKYEFMHFVLEYGEKTLANCLREVDLAQYREILWQVLYALHVAGKTFSFSHYDLHHKNILLCSLPM
EDGCYVYYHKGVAYYNQTCIVKIADFGLSRITTEEGETLCNTKNALGQEYSPDVDVMSVVGWPWKNLDPDRDNDPNHKEL
QSLQRLMRKGVRPAALLNHPFFAPLKEAPAAFSAERCVAVSTEGLEGIPKDLHAPRAGDLRSFVKPPQPFTPSSTAKLAD
HEEPADLKEGEPTPKRARPTTPTSYPTTPTSQPTTPRSSVEASKPEGTPSQPAAEVRKVIRLAKRKRPPPPSFLAADSGA
NKENDPNRRSEYTNNKNNETTKKAKREADAQLAADESDARDMTLRARRSGRAKKTVSVFSPSAKPKKIQDKEGIPPDQQR
LIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGVIEPSLQVLARKYNCDKVVCRKCYARLHPRAVNCRKKKCGHSNQLR
PKKKLK                                                                          
>Acas_g12755                                                                    
MEVEHTTTPAGQDVIQAEGGEAKEMVNFTLNFKKEKYEISWPWDDKIGNLRAHITQLTGVPIPLQKLMVKGAVKDDSATL
RSVGITQGAKVMLIGSTISDVMKVNLTPDQASTVVAEEETKSTEPLCEQTKHKKIIEKGLPDNVLRGVKGRNDPLPSTPL
VGVLNNRGTNVRLTFKIWSQELWISSKTSTQQIPFPQIRDVTSEPIKGHEEYHIVSLQLGQTNTEHTKYYLYWVPAQYTK
AIRNSVLGTFD                                                                     
>Acas_g12924                                                                    
MGKLTIKSPSGKVLKELEVSESSTVAQLKAAYAKAFPKYYPDRQRFYLQDGETRVSLEDEKKLSTYNLLCSKRDDVVYFR
DLGPQIAWKTVFLVEYAGPLLIYLFFYARPPFIYPASDAPHTWVQNLALLCWAGHYLKRELETIFVHRFSHGTMPIMNIF
KNSGYYWGFGALCGYFVNHPYFTNPEPTQVYTALAFFVLFELGNLISHIQLRNLRPEGTTVRRIPRGFLFELVSCPNYTC
EILAWVCFSLMTQSVAAFLFTLVGGGQMLVWAQQKHRRYKKEFPGYPKNRRILFPFLY                      
>Acas_g13063                                                                    
MWGQGGAMQRQSMVEGDEAEPAEMEQEQEIFFELEDAADNFVVPTQPAGSMARRSSGSTSSSRMRTMSTTDASSSSVQQQ
RQRIDLRLAYLDLPHATSASSSSSPPPAQSQHQHHHQRSPSMPAAAFSSSTQPSSFLHSSSLPAATSIFSFAPSTSSSSS
SSPFHNPFGVGLPAPSPPSPSPSPFATTTTTFFTPLSSMPSSLFPLHQQTAPLPSSSSSSSTTPSSSTPSSSSTLSSLFG
VNPMHNTTTTTSTSTQQTTKKKRKHRIRSASMNSTTSSSSSSSSSSSSSSSSSSSNRPPSTLHDLDGEDAMDEEEGARGR
LRDGDEDDQGDYYDSHDDDEDDDNDDNDEEEAAAFVGGRSEREALRVMAKRMRLMQPFADRHHQRGDGDGDGDNVEAMAA
ADDADADADHRRPRRASALTRTRANPNRASLHDGGGGKGKEWVTDHDNDHDELDVDDDGVDDDEEELYVRVKTLTGKVLQ
VAGLRRGTTVAEVKQRLEETAGIPSHQQRLVYRGKQMADARTLAHYAVGPNAILYMVLALRG                  
>Acas_g13185                                                                    
MELVFVFVKTLTGKTITIEVELSDSIGQVKQKIQERDDIVPPNHEQCLTYAGTQLEDHHALAHYHIKKECTLHLLFRRRP
DEPIRIFIRWLVGGSTRLKVRPSDTIAQVKQVIGDKMGIAPDQQRLIFASKLLEDQHTLADYNIENESTLTIVLRLRPGS
>Acas_g14439                                                                    
IFVKTLTGKTITLEVESSDTIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVK
TLTGKTITLEVESSDTIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTG
KTITLEVESSDTIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIT
LEVESSDTIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVE
SSDTIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDT
IENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIENV
KQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIENVKQKI
QDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGN                                 
>Acas_g17084                                                                    
MLIFVVALSQSSAYEVDKALYEEAKHLFDERKVEKLQDKTNTVVLKGRTFFPLDVVPSLTVEDVKNLIQYKTDQQRFISA



GKQLEDGRTLADYN                                                                  
>Acas_g17651                                                                    
MKLFVVTDMGETFALNVNPSDTIQRVKEMIADREGTADLLRLIFA                                   
>Acas_g18204                                                                    
MFRVNVKTLDGKVHPVEVAATTTISEFKAKISTQTNVAPTAQRLIFQGKVLKDDQTVGSYSIRAGLTIHMVERPPEAQTP
PAGGR                                                                           
>Atha_AT2G32350                                                                 
MEISEQESVLEVKKRLGQFLQIPTSSITLFVSCWELIDGLDIEDYPIISHGTRIDLTVTPLFTAPSFIHAAVRKIHVTVK
FPSKQFTVEVDRTETVSSLKDKIHIVENTPIKRMQLYYSGIELADDYRNLNEYGITEFSEIVVFLKSINRAKDVAPVRKL
CFLVQTSSSLFNGARIPVEIKDTCTISEMREGLQANKTLPRDEYIFVHKQRIMRENCSLRWHGVENGDTLFVFKGSISRE
GF*                                                                             
>Atha_AT2G35635                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPTDTIDRIKERVEEKEGIPPVQQRLIYAGKQLADDKTAKDYAIEGGSVLHLVLALRGGLL*     
>Atha_AT2G12550                                                                 
MAKLKVAGTWGGILEVELENWTLNMLRDEVAKRSGLDPESIKLIFAGKILKDDGDATLTLSQLGIKENSKILSCRQAAPE
EGKSIMAEEERARRLSRVKAAATALSKRHADGSLPIQDYNIELEDQGGHKVQFGTETDQSAAMMGLMLHTKAKSLIEIEM
YSDAVEVLAMAEESFLLCDPKILELVDNLPMMEIDIVWCYFLLRDIKCLSDAGVRLVRARKGLERAHGKDLSRVRLLQAG
QSPEMAIYLRLELLEGVVAYHTGQNDKALNALKSAHAKFLQLQIPDETLSLVMGMGFQEKDAKRALRLNNQDIASSVDFL
IEERAKKAQKREQDLQRQSEILEQKKYGVTPMKKAVDMQMLERLVSIGYARELAAESLRRNENDIQKALDILTDPKVNST
IQAYIESRKRKRQEQLVGISVAELVSMGFERGKATSALEAGGSREDTIQRLLSASVANPGTTTTSVINATSSTNNVGAES
SGFGGGAEQDSEMKDETTDDIANRASTSSDGMEEERDSEIEDEIADEIARVDALSAYDINLDKEIEAINEYLAMLDASQE
SC*                                                                             
>Atha_AT2G30105                                                                 
MADSTIKLTVKFGGKSIPLSVSPDCTVKDLKSQLQPITNVLPRGQKLIFKGKVLVETSTLKQSDVGSGAKLMLMASQGLH
QGEGPILKEASIRPISRTVVSDKVDQRKPSVLVDKNRTDRWKATGVIALAQANLKEIPEEVWDCGSGVRVLDISENFIKE
VPAKISSFGSMQKLFLQGNGLSDESIQWEGIASLKRLMLLSISHNNLTVLPSAMGSLTSLRQLDVTNNKLTSLPNELGLL
TQLEILKANNNRITSLPESIGNCSFLMEVDLSANIISELPETFTKLRNLKTLELNNTGLKTLPSALFKMCLQLSTLGLHN
TEITVEFLRQFEGYDDFDERRRTKHQKQLDFRVVGSGQFDEGADKSW*                                
>Atha_AT2G17190                                                                 
MGGEADSRQPLTAEGVAVAVNVRCSNGTKFSVTTSLDSTVESFKELIAQNSDVPANQQRLIYKGRILKDDQTLLSYGLQA
DHTVHMVRGFVPSSPSAPAANAGNQTTAPQAVGSNDSSNLGGGESLFPGLGFNPLGGGNAMAGLFGSGLPDLEQAQQQLA
QNPNMIREMMNTPAIQNLMNNPEFMRSMIMNNPQMRELVDRNPELGHVLNDPSILRQTLEAARNPELMREMMRNTDRAMS
NIESMPEGFNMLRRMYENVQEPLMNATTMSENAGNNTSSNPFAALLGNQGVTTQGSDTSNNISAPNAETGTPNANPLPNP
WGATAGQTTAPGRTNAGLGGLGGLGGLGGLGMLGADSPLGATPDASQLSQILQNPAMSQMMQSVLSNPQYMNQLMSLNPQ
LRSMLDMNPQLREMMQNPDFLRQFSSPEMMQQMMSLQQSLFSQNRNTAGQDPTQTGAATGTANNGGLDLLMNMFGSLGAG
GLSGTNQPNVPPEERFATQLQQLQEMGFYDRAENIRALLATNGNVNAAVERLLGSIGQ*                     
>Atha_AT2G35360                                                                 
MMNSTEELSSDSTNNGTVEITYKTIGPARPSQIRVASHIKIRDLRNAIAEKGKFPVSTLRMILRGKALQDEEDGDDLYVT
LKDQDSFIVAVIPNPPAGVESFDDDDDDDLKFKLPPSASRWKRKLYYFLRNKLKLPDIILMGLFSLSLKMWVIITLWFIL
APIAHRWDLGPIFILGTGFSIILLNLGKRQPGDVSAYSIFNEDFRELPGTYNADRIDRDIRAGQM*              
>Atha_AT2G47110                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKIKHKHKKVKLAVLQFYKVDGSGKVQRLRKECPNATCGAGTFMASHFDRHYCGKCGLTYVYQKEGAQE*  
>Atha_AT2G17200                                                                 
MGGEGDSSQPQSGEGEAVAVNIRCSNGTKFSVKTSLDSTVESFKELVAQSSDVPANQQRLIYKGRILKDDQTLLSYGLQA
DHTIHMVRGSAPSSAPPPAPAASQTTAPSVTRGVGSDNSSNLGGASPGESLFPGLGFNPLGGGNAMSGLFGAGLPDLVQT
QQQLAQNPNMIRDMMNTPAIQNLMNNPEFMRSMIMNNPQMRELVDRNPELGHVLNDPSILRQTLEAARNPELMREMMRNT
DRAMSNIESMPEGFNMLRRMYENVQEPLMNATTMSGNAGNNTGSNPFAALLGNQGVTTQGSDASNNSSTPNAGTGTIPNA
NPLPNPWGATGGQTTAPGRTNVGGDARSPGLGGLGGLGSLGGLGGLGMLGADSPLGATPDASQLSQLLQNPAISQMMQSV
FSNPQYMNQLMSLNPQLRSMLDSNPQLREMMQNPDFLRQFSSPEMMQQMMTLQQSLSQNRNTASQDAGQTGAATGNNGGL
DLLMNMFGSLGAGGLSGTNQSNVPPEERYATQLQQLQEMGFYDRAENIRALLATNGNVNAAVERLLGSIGQ*        
>Atha_AT2G46500                                                                 
MSSAGVALSPVRSEPLIMPLVRANSCLDSYPDDTIMIYLTLPGSVIPMRVLESDSIESVKLRIQSYRGFVVRNQKLVFGG
RELARSNSNMRDYGVSEGNILHLVLKLSDLQVLDVKTTCGKHCRFHVERGRNIGYVKKQISKKRGDFVDPDEQEILYEGE
KLEDQSLINDICRNDDSVLHLLVRRSAKVRVKPVEKNFELSIVAPQAKDKKGREAKSIVPPKKLSLEPVVVNSKAKVPLV
VKDMIQSASDGLKSGNSPVRSSEGTGGAYFMQGPSGNKFVGVFKPIDEEPMAENNPQGLPLSPNGEGLKKGTKVGEGALR
EVAAYILDHPKSGNKSMFGEEIGFAGVPPTAMIECLHPGFNHPKGIKTKIGSLQMFTENDGSCEDMGPLSFPVEEVHKIS
VLDIRLANADRHGGNILMTKDESGKLVLVPIDHGYCLPESFEDCTFEWLYWPQARKPYSAETQEYIRSLDAEEDIDLLKF
HGWKMPAETAQTLRISTMLLKKGVERGLTAFEIGTIMCRETLSKKSLVEEMVEEAQEAVLPGTSEAAFLEALSDVMDYHL
DHSQEH*                                                                         
>Atha_AT2G36170                                                                 



MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGIIEP
SLMMLARKYNQDKMICRKCYARLHPRAVNCRKKKCGHSNQLRPKKKIK*                               
>Atha_AT4G05310                                                                 
MKFVVEILGGSSFEIEVERTDTLLVVKQKIEKSQRVPVSKQTLIVDGIFILREDLNLDQCQIFHDSQIQLEVSPDVNPIH
NNDDQIPQTEQSPPAPWISVEEYFAEQDWPLTEEEIRKIYSYRPETTQDISKIQDAHQTEESPPSNSVKETVNIQDSSVK
FASKNNNDQVPPTKQFPQSNLVKKITNGKKRVRQMLVYVSPYPGMNEVPTNILVQVKVTDEVKTLRGLMKLAQEGYIFTH
NNQVLNEDQSYECNSVKPLDTIVIVPRRVIQETSKIQDSSVTVQVPQMEQSPASNSVKEITDPKKKIKVYVVAASSECKG
LKRFIEVDVNSTDQVKILRTELVESGRRGHIRMPHEGYFFVDRKKERVLNEDQSFEWNRVLPAETVYMVSGRDTHFASSF
TRGSKVTMLCAQKVL*                                                                
>Atha_AT4G03360                                                                 
MIKVIIENQSGSSFTIDVSFWDTVLMIKRKIEMTQGTPVSKQILIFKRKVLQDHLNMFGCQIRHNSRILLSISPDDNPTQ
NQVPQTNQSPSTPSNPIHEFVNNQDSPLSPKSSALTMEKFSKNQQDRPPLMRVVAKRIDNGSSRPSYSLDELLAPRDSST
VAVGSIRNRDQEVKNRVSSPSDSVEEVINITDSLAMKMIVMVQPYGYTRMIQVEVTADDNVEELRKELVKMQERGELNLP
QGMYYLIHKHKQAVLHEDQSFLTNGVAYGDTIQISQGYVKLTSG*                                   
>Atha_AT4G02890                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGF*              
>Atha_AT4G05230                                                                 
MDVFFETRSGSTFEIELGYWDTVLEIKQKIEKYQRIPVSKQTLLFQGNVLQDHLDIEQCVILNHSRIQLSISSPDQSRNN
IQVFKTEQFPQSNSTEQTSNGHHESTVMIPMSNNNNNNNPKKLRVMVLPKSGTRKIPVDVNAGDNVGELRKELAKIQQRF
QLSLPQEGYFFIYKQNVMDENRSFRWHRVDQGDTIEIFNGSVSGGS*                                 
>Atha_AT4G03350                                                                 
MNVDIDTETGSSFSITIDFGETVLQIKEKIEKSQGIPVSKQILYLDGKALEDDLHKIDYMILFESLLLRISPDADPNQSN
EQTEQSKQIDDKKQEFCGIQDSSESKKLTRVMARRVHNVYSSLPAYSLDELLGPKYSATVTVGGRTNQVVQTTEQASTSG
TAKEVLRDSDSPVEKKIKTNPMKFTVHVKPYQEDTKMIQVEVNADDNVEELRKELVKMQERGELNLPHEAFHLVSSELPL
IETKSFKWNRVADGDTIELIREK*                                                        
>Atha_AT4G06599                                                                 
MASSSSSPTPSAAAAVSPLTEEELTLTVKWNGKEYTVRICADDSVAELKRRICLLTTVLPKRQKLLYPKIGNKLSDDSLL
LSSISFKPSLKMTMIGTVEDDIIVDQAESPEIVDDFELGKEEAVDVKDKEVNKQKLRRRIDQYKINLRTPCRQGKKLLVL
DIDYTLFDHRSTAENPLQLMRPYLHEFLTAAYAEYDIMIWSATSMKWVELKMTELGVLNNPNYKVTALLDHLAMITVQSD
TRGIFDCKPLGLIWALLPEFYNPGNTIMFDDLRRNFVMNPQNGLTIKPFRKAHANRDTDQELVKLTQYLLTIAELSDLSS
LHHSRWESFSQDNVKRRRQE*                                                           
>Atha_AT4G02970                                                                 
MNVYIDTETGSSFSITIDFGETVLEIKEKIEKSQGIPVSKQILYLDGKALEDDLHKIDYMILFESRLLLRISPDADPNQS
NEQTEQSKQIDDKKQEFCGIQDSSESKKITRVMARRVHNIYSSLPAYSLDELLGPKYSATVAVGGRTNQVVQPTEQASTS
GTAKEVLRDSDSPVEKKIKTNPMKFTVHVKPYQEDTRMIHVEVNADDNVEELRKELVKMQERGELNLPHEAFHLLGLGSS
ETCPHQNRSEEPNQCPTILMSPHGLQAIVT*                                                 
>Atha_AT4G02950                                                                 
MRKLSLQKKSQVDITFSIQTLSFSIHSSSVSIDTMISVIIENQSGSSFTIDVSFWDTVLMIKRKIEMTQGTPVSKQILIF
KRKVLQDHLNMFGCQIRHNSRILLSISPDDNPTQNQVPQTNQSPSTPSNPIHEFVNNQDSPLSPQSSALTMEKFSKNQQD
RPPLMRVVAKRIDNGSSRPSYSLDELLAPRDSSTVAVGSIRNRDQEVKNRESSPSDSVEEVINFTDSPAMKMIVMLQPYG
YTRMIQVEVTADDNVEELRKELVKMQERGELNLPQGMYYLIHKHKQAVLHEDQSFLTNGVAYGDTIQISQGYVKLTSG* 
>Atha_AT4G05240                                                                 
MATINSIQIKPPNRVEGFSGKCQYTAVSSNAAKKQMKMGFAVHKPKTQIWRQRSLSFKCSRVWKLPNYKFEIELGYWDTV
LEIKQKIEKYQRILVYRQTLFFQGNVLQDHLDIEQCVILNHSLLKVFVDPYRNPNHDNDQMLQTEESPPLNSAKEIVNVQ
DSPIMVRSNMKVATSIKVENNNNNNDQCFEPSNLQRR*                                          
>Atha_AT4G03370                                                                 
MKMTVENESGSTFSIDIGLQDTVLTFKRKIEMTQRIPVSRQTIFFQGKLLEDHLDIFEWDILQNPLLHLSISPDDNPTQN
QVPQSPSNPIHEFVKNQDSAEDKKNPVLLHQTGKPPLPPKSSPLTTENFSKNQHDRPVITKMVPELLGPQGTSPVTVGRR
RNRDQEVQNRVSSSSDSVKEVINIPDTPARKKTKNYPLKITVMVQPFEETRRIQVEVNVLSNVEVLRKELVKMQERGELN
LPHEGFFFIHKQDVLREDQSFMANRVAPGDTIEIFQGYVTYTGSLPRTVRKLSSS*                        
>Atha_AT4G05320                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGF*                      
>Atha_AT4G05270                                                                 
MKFLVENLNGSSFELEVDYRDTLLVVKQKIERSQHIPVSKQTLIVDGIVILREDLTVEQCQIVPTSDIQLEVSSDDDNPN



HNDCDQKPQTEQSPALPLVSAEEYFERQDWPLTAEELRQIYSYRPEHEG*                              
>Atha_AT4G05250                                                                 
MDVFFETQSGDKFEIELGYWDTMLEIKEKIEKYQCIPVSKQTLIFQGVVLQDHLDIKQCVILNHSHIQIFVEPNPNPNPN
NAQVLQTDISSPLNSFIDIDNFLDSPVSTSVKFGINNDDHVLQPEKSTPFNSSKEIDYFQEYPISTSMELVSNNSDQVPQ
PEKSTPFNSYEEIDYIQDYPVSTSMELVSNNSDQVPPPEKSPPLNSSKEIDYFQEYPVSTSMELVSNNIDQVPQPEKSPP
LNSSKEIDYFQEYPVSTSMELVSNNNDQVPQPEKSPLLNSFKDIANTQGPSVKRIKLGGINNSHQDSTMRVNDLSTLI* 
>Atha_AT4G05260                                                                 
MDVYFETQNGRKFCIELGYWDTVLEIKKKIEKYQRIPVPNQTLFFGNALEDHLDIGQCKILQNSHVVLFVLPDPNDNNDQ
VLQTEEQPPIIGDLIYGEDLPLTTEVVLNIRPFCPVQDSPVRNNDQSPPSDAAKDIIKGHQDSPVRNNEQTPPSDSVKEN
TNIQDSPVGKIILTLRVMPYSGKIKAAKNLHFITYKTYRVKMLRQELVQNELRDHLDRPQDGDYFFVHKGRVLNEDQSFE
WNSVAHTDIVEIVPDPWLY*                                                            
>Atha_AT4G12570                                                                 
MTLSRSSADDSTNNANRSYSAVAGTDNKRKRDEDSSDYVGVAESLEMLKKQEIDADHMAASAQQTLISWRSGENSRSLSS
SGECSSSNRPESTRLQIFVRMMSGGKTIVIHAEKYDTVEKLHQRIEWKTKIPALEQRVIYKGKQLQRENSLTYYSIEQDA
SLQLVARMQSTEHPVAWQTIDDIMYTISRMYKGENLQSNINEKIVTFFAMIPVESDESIAKYLNIFSNSSVPAALVMLYA
SSLERNKSCAKSSVKLFLSNCVALPKNQKNYCLPIVLEFCKLLRKVCPDQKLYVTCRNTLGSMLETFDNPHGVYNDQYET
FGVEIFPFFTELTGLLLNELAQNSGPSFCDFQKVSSFWQQLRKVIELKVAFPIPIVLPMQSTALEAEIRHLHRLFGSLLT
TMDLCMCRVESSLADKEVGNSETMSSSWSQYLSILKIINSMSNIYQGAKGQLAVMLNKNKVSFSALVVKFAKRGDDHQWI
FEYKEATNFEARRHLAMLLFPDVKEDFEEMHEMLIDRSNLLSESFEYIVGASPEALHGGLFMEFKNEEATGPGVLREWFY
LVCQEIFNPKNTLFLRSADDFRRFSPNPASKVDPLHPDFFEFTGRVIALALMHKVQVGVLFDRVFFLQLAGLKISLEDIK
DTDRIMYNSCKQILEMDPEFFDSNAGLGLTFVLETEELGKRDTIELCPDGKLKAVNSKNRKQYVDLLIERRFATPILEQV
KQFSRGFTDMLSHSVPPRSFFKRLYLEDLDGMLRGGENPISIDDWKAHTEYNGFKETDRQIDWFWKILKKMTEEEQRSIL
FFWTSNKFVPVEGFRGLSSKLYIYRLYEANDRLPLSHTCFYRLCIPRYPTITLMEQRLRLIAQDHVSSSFGKW*      
>Atha_AT1G51710                                                                 
MPTVSVKWQKKVLDGIEIDVSLPPYVFKAQLYDLTGVPPERQKIMVKGGLLKDDGDWAAIGVKDGQKLMMMGTADEIVKA
PEKAIVFAEDLPEEALATNLGYSAGLVNLGNTCYMNSTVQCLKSVPELKSALSNYSLAARSNDVDQTSHMLTVATRELFG
ELDRSVNAVSPSQFWMVLRKKYPQFSQLQNGMHMQQDAEECWTQLLYTLSQSLKAPTSSEGADAVKALFGVNLQSRLHCQ
ESGEESSETESVYSLKCHISHEVNHLHEGLKHGLKGELEKTSPALGRTALYVKESLIDSLPRYLTVQFVRFFWKRESNQK
AKILRKVDYPLVLDIFDLCSEDLRKKLEAPRQKLREEEGKKLGLQTSAKSGSKDSDVKMTDAEASANGSGESSTVNPQEG
TSSEKETHMTGIYDLVAVLTHKGRSADSGHYVAWVKQESGKWIQYDDDNPSMQREEDITKLSGGGDWHMAYITMYKARFV
SM*                                                                             
>Atha_AT1G65350                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADNIQKESTLHLVLRLRGGMQIFVKTLT
GKTITLEVESSDTIDNVKAKIQDKEWIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTI
TLEVESSGTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEGGPGGGGGHFQKAEALAFLADYNIQKESTLHLVLRLRGGSF*
>Atha_AT1G14650                                                                 
MFSSMQILPLEAPPTDGKLGPLPPSQLTDQEVEERELQAEQNNSNLAPPAAVATHTRTIGIIHPPPDIRTIVEKTAQFVS
KNGLEFEKRIIVSNEKNAKFNFLKSSDPYHAFYQHKLTEYRAQNKDGAQGTDDSDGTTDPQLDTGAADESEAGDTQPDLQ
AQFRIPSKPLEAPEPEKYTVRLPEGITGEELDIIKLTAQFVARNGKSFLTGLSNRENNNPQFHFMKPTHSMFTFFTSLVD
AYSEVLMPPKDLKEKLRKSAADLTTVLERCLHRLEWDRSQEQQKKKEEDEKELERVQMAMIDWHDFVVVESIDFADEEDE
ELPPPMTLDEVIRRSKASAMEEDEIVEPGKEVEMEMDEEEVKLVAEGMRAANLEENVKIENVHDEEAPMRIVKNWKRPED
RIPTERDPTKVVISPITGELIPINEMSEHMRISLIDPKFKEQKDRMFAKIRETTLAQDDEIAKNIVGLARLRPDIFGTTE
EEVSNAVKAEIEKKKDEQPKQVIWDGHTGSIGRTANQALSQNANGEEQGDGVYGDPNSFPGPAALPPPRPGVPIVRPLPP
PPNLALNLPRPPPSAQYPGAPRPLGVPMMQPMHQQHQLTMPGPPGHPQMMMNRPPQMQPGMHVPPPPGSQFAHHMQIPRP
YGQLPPSAMGMMQPPPMPGMAPPPPPEEAPPPLPEEPEAKRQKFDESALVPEDQFLAQHPGPATIRVSKPNENDGQFMEI
TVQSLSENVGSLKEKIAGEIQIPANKQKLSGKAGFLKDNMSLAHYNVGAGEILTLSLRERGGRKR*              
>Atha_AT1G64470                                                                 
MSVADVALSPIHRGSAFAVGGFGQSTTTHYSVKSVLVFLSVSGSTMPMLILESDSIAEVKLRIQTCNGFRVRRQKLVFSG
RELARNASRVKDYGVTGGSVLHLVLKLYDPLLVTVITTCGKVFQFHVDRRRNVGYLKKRISKEGKGFPEVDDQEILFKGE
KLDDNRIIDGICKDGNSVIHLLVKKSVEDTVKREEDTATGKDSLLEPLFLTPM*                          
>Atha_AT1G11970                                                                 
MCHVGYALIELLENVTRKLERECHHVNTLNSHGKREIAERQRFKVKSQFLSEKKIDIEIDPMDKIEQIKEGIEEEIGIPS
DDLTAEHYNRLRGSVIHRF*                                                            
>Atha_AT1G11980                                                                 
MEIKVKTLTEKQIDIEIELTDTIERIKERIEEKEGIPPVHQRIVYTGKQLADDLTAKHYNLERGSVLHLVLALRGGCC* 
>Atha_AT1G79650                                                                 
MKLTVKTLKGSHFEIRVLPSDTIMAVKKNIEDSQGKDNYPCGQQLLIHNGKVLKDETSLVENKVTEEGFLVVMLSKSKSG
GSAGQASVQTSSVSQPVSATTSSTKPAAPSTTQSSPVPASPIPAQEQPAVYAFVFSFAGLAFCPLYGFPKVSMAQTDTYG
QAASTLVSGSSLEQMVQQIMEMGGGSWDKETVTRALRAAYNNPERAVDYLYSGIPQTAEVAVPVPEAQIAGSGAAPVAPA
SGGPNSSPLDLFPQETVAAAGSGDLGTLEFLRNNDQFQQLRTMVHSNPQILQPMLQELGKQNPQLLRLIQENQAEFLQLV
NEPYEGSDGEGDMFDQPEQEMPHAINVTPAEQEAIQRLEAMGFDRALVIEAFLACDRNEELAANYLLENSGDFED*    



>Atha_AT1G55060                                                                 
MQIFLKTLTGKTKVLEVESSDTIDNVKAKIQDIEGIPPDQHRLIFAGKQLEDGRTLADYNVQEDSTLHLLLRFRGGMQIF
VKTLTGKTITLEVESSDTIDNLKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGISPDQQRLIFAGKQHEDGRTLADYNIQKESTLHLVLRLRGGSF*         
>Atha_AT1G16190                                                                 
MKLTVKTLKGSHFEIRVLPTDTIMAVKKNIEDSQSKDNYPCGQQLLIHNGKVLKDETTLVENKVTEEGFLVVMLSKSKTA
SSAGPSSTQPTSTTTSTISSTTLAAPSTTQSIAVPASNSTPVQEQPTAQSDTYGQAASTLVSGSSIEQMVQQIMEMGGGS
WDKETVTRALRAAYNNPERAVDYLYSGIPETVTIPATNLSGVGSGRELTAPPPSGGPNSSPLDLFPQEAVSDAAGGDLGT
LEFLRGNDQFQQLRSMVNSNPQILQPMLQELGKQNPQLLRLIQENQAEFLQLLNEPYEGSDGDVDIFDQPDQEMPHSVNV
TPEEQESIERLEAMGFDRAIVIEAFLSCDRNEELAANYLLEHSADFED*                               
>Atha_AT1G31340                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPTDTIDRIKERVEEKEGIPPVQQRLIYAGKQLADDKTAKDYNIEGGSVLHLVLALRGGFGLL*   
>Atha_AT1G23410                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKIKHTHKKVKLAVLQFYKVDGSGKVQRLKKECPSVSCGPGTFMASHFDRHYCGKCGTTYVFKKADEE*   
>Atha_AT1G53950                                                                 
MHISIKTLEGKRIKLEVEDSSNTIDLKIHGEPTRELVVDLSPTPDTGAIMMIFIKTLTGRTNTYEVKGSDTIRELKAKHE
EKEGIPVEQQRLIFQGRISIKTVKGKSINLEVADSSDTIDLKINGEPTRQLVLRLGPAVLMRIFVSTIKEKTFILEVKGS
DTIKKLKSMIHDQGGPPVDQQDLNHLGTKLKNNATISDYNIKPDANLVIMQNGCIC*                       
>Atha_AT1G32750                                                                 
MAESNGKGSHNETSSDDDDEYEDNSRGFNLGFIFGNVDNSGDLDADYLDEDAKEHLSALADKLGSSLPDINLLAKSERTA
SDPAEQDYDRKAEDAVDYEDIDEEYDGPEVQVVSEEDHLLPKKEYFSTAVALGSLKSRASVFDDEDYDEEEEQEEEQAPV
EKSLETEKREPVVLKEDKALEYEEEASILDKEDHMDTEDVQEEEVDELLEGTLDDKGATPLPTLYVEDGMVILQFSEIFA
IHEPPQKRDRRENRYVTCRDKYKSMDISELVEDDEEVLLKSHGRIDTHVEQADLIQLDVPFPIREGLQLVKASTIGGITP
ESREFTKLGRDSCIMGELLKQDFIDDNSSLCQSQLSMQVFPLDQHEWERRIIWEHSPEISGNSGEIFEPGLEPEGMLVKG
TNSETEQESLNVVNSRVQVQADNNMFVPFSANLLESFGSRGSQSTNESTNKSRHHPQLLRLESQWDENHLSGNDEAGVKK
IKRLEKDALGRFSRLVLRERDLGDEAWLDSIIWDSEKELSRSKLIFDLQDEQMVFEIFDNEESKNLQLHAGAMIVSRSSK
SKDETFQEGCESNSGWQFNLSNDKFYMNGKSSQQLQANTNKSSVHSLRVFHSVPAIKLQTMKSKLSNKDIANFHRPKALW
YPHDNELAIKQQGKLPTRGSMKIIVKSLGGKGSKLHVGIEESVSSLRAKASRKLDFKETEAVKMFYKGKELDDEKSLAAQ
NVQPNSLVHLIRTKVHLWPWAQKLPGENKSLRPPGAFKKKSDLSTKDGHVFLMEYCEERPLMLSNAGMGANLCTYYQKSS
PEDQRGNLLRNQSDTLGNVMILEPGDKSPFLGEIHAGCSQSSVETNMYKAPIFPQRLQSTDYLLVRSPKGKLSLRRIDKI
VVVGQQEPRMEVMSPGSKNLQTYLVNRMLVYVYREFFKRGGGEHPIAADELSFLFSNLTDAIIKKNMKIIACWKRDKNGQ
SYWTKKDSLLEPPESELKKLVAPEHVCSYESMLAGLYRLKHLGITRFTLPASISNALAQLPDEAIALAAASHIERELQIT
PWNLSSNFVACTNQDRANIERLEITGVGDPSGRGLGFSYVRAAPKAPAAAGHMKKKAAAGRGAPTVTGTDADLRRLSMEA
AREVLIKFNVPDEIIAKQTRWHRIAMIRKLSSEQAASGVKVDPTTIGKYARGQRMSFLQMQQQAREKCQEIWDRQLLSLS
AFDGDENESENEANSDLDSFAGDLENLLDAEEGGEGEESNISKNDKLDGVKGLKMRRRPSQVETDEEIEDEATEYAELCR
LLMQDEDQKKKKKKMKGVGEGMGSYPPPRPNIALQSGEPVRKANAMDKKPIAIQPDASFLVNESTIKDNRNVDSIIKTPK
GKQVKENSNSLGQLKKVKILNENLKVFKEKKSARENFVCGACGQHGHMRTNKHCPRYRENTESQPEGIDMDKSAGKPSSS
EPSGLPKLKPIKNSKAAPKSAMKTSVDEALKGDKLSSKTGGLPLKFRYGIPAGDLSDKPVSEAPGSSEQAVVSDIDTGIK
STSKISKLKISSKAKPKESKGESERRSHSLMPTFSRERGESESHKPSVSGQPLSSTERNQAASSRHTISIPRPSLSMDTD
QAESRRPHLVIRPPTEREQPQKKLVIKRSKEMNDHDMSSLEESPRFESRKTKRMAELAGFQRQQSFRLSENSLERRPKED
RVWWEEEEISTGRHREVRARRDYDDMSVSEEPNEIAEIRRYEEVIRSEREEEERQKAKKKKKKKKLQPEIVEGYLEDYPP
RKNDRRLSERGRNVRSRYVSDFERDGAEYAPQPKRRKKGEVGLANILERIVDTLRLKEEVSRLFLKPVSKKEAPDYLDIV
ENPMDLSTIRDKVRKIEYRNREQFRHDVWQIKYNAHLYNDGRNPGIPPLADQLLEICDYLLDDYEDQLKEAEKGIDPND*
>Atha_AT1G53930                                                                 
MDGKTRINLEVDSSKTVNLKIDEDPTISQNIPPDILHGKVMHLSINTVDKNTMINLEVDSSKTIDLNIGENPTGGYNGPD
FRHEVMFIFIKTLTGRRIVLEVENCDTIENIKAKIQDKQGIPVDQQRLIFKGKQLEDGLTLADYNIQNDSILHLIKRL* 
>Atha_AT3G51780                                                                 
MMHNSTEESEWEVRPGGMLVQRRDDAASSDHKPLQDPDSASAAFAQTIRITVSHGSSHHDLHISAHATFGDVKKALVQKT
GLEASELKILFRGVERDDAEQLQAAGVKDASKLVVVVEDTNKRVEQQPPVVTKEMEKAIAAVNAVTGEVDKLSDRVVALE
VAVNGGTQVAVREFDMAAELLMRQLLKLDGIEAEGDAKVQRKAEVRRIQNLQEAVDKLKARCSNPFVDQSKAAAVSTEWE
SFGNGVGSLNPPPPASPSANVTQDWEKFD*                                                  
>Atha_AT3G45180                                                                 
MIEVVLNDRLGKKVRVKCNEEDTIGDLKKLVAAQTGTRPEKIRIQKWYNIYKDHIPLKDYEIHDGMGLELYYN*      
>Atha_AT3G21280                                                                 
MVIKPDPNQPGSTHPVRILAYIETKKEEEGKFFFFDIACLGFKKEINLVSLQHQTMLTVSVKWQKKVFESIEIDTSQPPF
VFKAQLYDLSGVPPERQKIMVKGGLLKDDADWSTLGLKNGQKLMMMGTADEIVKAPEKGPVFMEDLPEEQQAANLGYSAG
LVNLGNTCYMNSTMQCLISVPELKSELSNYQSARTKDVDQTSHMLTVATRELFSELDKSVKAVAPMPFWMVLQKKYPQFA
QLHNGNHMQQDAEECWTQMLYTLSQSLKLPSPSEDPDAVKALFGLNLLNRLHCQESSEESSETESVFSLKCHISHEVNHL
HEGLKHGLKGELEKTSPSLGRTAVYVKESLIDSLPRYLTVQFVRFFWKRESNQKAKILRKVDYPLELDIYDLCSEDLRKK
LEAPRQKLRDIEGQKLGLQASAKSSSKGDDVKMTDAEGSSNQSGESSTGDQQEGASPHMTGIYDLVSVLTHKGRSADSGH



YVAWVKQESGKWVQYDDANTSLQRGEDIIKLSGGGDWHMAYIVMYKARLISM*                           
>Atha_AT3G09790                                                                 
MTIQIYAKTLTEKTITLDVETSDSIHNVKAKIQNKEGIPLDQQRLIFAGKQLEDGLTLADYNIQKESTLHLVLRLRGGMQ
IFVQTLTGKTITLEVKSSDTIDNVKAKIQDKEGILPRQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLCGGMQIFVS
TFSGKNFTSDTLTLKVESSDTIENVKAKIQDREGLRPDHQRLIFHGEELFTEDNRTLADYGIRNRSTLCLALRLRGDMYI
FVKNLPYNSFTGENFILEVESSDTIDNVKAKLQDKERIPMDLHRLIFAGKPLEGGRTLAHYNIQKGSTLYLVTRFRCGMQ
IFVKTLTRKRINLEVESWDTIENVKAMVQDKEGIQPQPNLQRLIFLGKELKDGCTLADYSIQKESTLHLVLGMQIFVKLF
GGKIITLEVLSSDTIKSVKAKIQDKVGSPPDQQILLFRGGQLQDGRTLGDYNIRNESTLHLFFHIRHGMQIFVKTFSFSG
ETPTCKTITLEVESSDTIDNVKVKIQHKVGIPLDRQRLIFGGRVLVGSRTLLDYNIQKGSTIHQLFLQRGGMQIFIKTLT
GKTIILEVESSDTIANVKEKIQVKEGIKPDQQMLIFFGQQLEDGVTLGDYDIHKKSTLYLVLRLRQRRYDF*        
>Atha_AT3G02540                                                                 
MKIFVKTLKGTHFEIEVKPEDSVVDVKKNIESVQGADVYPAAKQMLIHQGKVLKDETTIEENKVAENSFIVIMMNKSKPA
SAAASSASAGTSQAKSIPPSTSQPSISPQTPASVSAPVAPAPTRPPPPAPTPTPAPVAATETVTTPIPEPVPATISSSTP
APDSAPVGSQGDVYGQAASNLAAGSNLESTIQQILDMGGGTWDRETVVLALRAAFNNPERAVEYLYTGIPEQAEVPPVAR
PPASAGQPANPPAQTQQPAAAPASGPNANPLDLFPQGLPNVGGNPGAGTLDFLRNSQQFQALRAMVQANPQVLQPMLQEL
GKQNPNLMRLIQDHQADFLRLINEPVEGGGESGNLLGQMAAGMPQPQAIQVTHEEREAIERLEAMGFERALVLEVFFACN
KNEELAANYLLDHMHEFEE*                                                            
>Atha_AT3G19040                                                                 
MICRVDYGSNDEEYDGPELQVVTEEDHLLPKREYLSAAFALSGLNSRASVFDDEDYDEQGGQEKEHVPVEKSFDSEEREP
VVLKEEKPVKHEKEASILGNKNQMDTGDVQEELVVGLSEATLDEKRVTPLPTLYLEDDGMVILQFSEIFAIQEPQKKRQK
REIRCITYRDKYISMDISELIEDDEEVLLKSHGRIDTHGKKTDQIQLDVPLPIRERSQLVKSGIVRDTTSESREFTKLGR
DSCIMGELLKQDLKDDNSSLCQSQLTMEVFPLDQQEWEHLILWEISPQFSANCCEGFKSGLESAGIMVQVRASNSVTEQE
SLNVMNSGGQTQGDNNNMLEPFFVNPLESFGSRGSQSTNESTNKSRHHPQLLRLESQWDEDHYRENGDAGRENLKQLNSD
ARGRLSGLALQDRDMWDESWLDSIIWESDKDLSRSKLIFDLQDEQMIFEVPNNKERKYLQLHAGSRIVSRSSKSKDGSFQ
EGCGSNSGWQFNISNDKFYMNGKSAQKLQGNAKKSTVHSLRVFHSAPAIKLQTMKIKLSNKERANFHRPKALWYPHDNEL
AIKQQKILPTQGSMTIVVKSLGGKGSLLTVGREESVSSLKAKASRKLDFKETEAVKMFYMGKELEDEKSLAEQNVQPNSL
VHLLRTKVHLWPWAQKLPGENKSLRPPGAFKKKSDLSNQDGHVFLMEYCEERPLMLSNAGMGANLCTYYQKSSPEDQHGN
LLRNQSDTLGSVIILEHGNKSPFLGEVHGGCSQSSVETNMYKAPVFPHRLQSTDYLLVRSAKGKLSLRRINKIVAVGQQE
PRMEIMSPASKNLHAYLVNRMMAYVYREFKHRDRIAADELSFSFSNISDATVRKYMQVCSDLERDANGKACWSKKRKFDK
IPLGLNTLVAPEDVCSYESMLAGLFRLKHLGITRFTLPASISTALAQLPDERIAAASHIARELQITPWNLSSSFVTCATQ
GRENIERLEITGVGDPSGRGLGFSYVRVAPKSSAASEHKKKKAAACRGVPTVTGTDADPRRLSMEAAREVLLKFNVPDEI
IAKQTQRHRTAMIRKISSEQAASGGKVGPTTVGMFSRSQRMSFLQLQQQAREMCHEIWDRQRLSLSACDDDGNESENEAN
SDLDSFVGDLEDLLDAEDGGEGEESNKSMNEKLDGVKGLKMRRWPSQVEKDEEIEDEAAEYVELCRLLMQDENDKKKKKL
KDVGEGIGSFPPPRSNFEPFIDKKYIATEPDASFLIVNESTVKHTKNVDKATSKSPKDKQVKEIGTPICQMKKILKENQK
VFMGKKTARANFVCGACGQHGHMKTNKHCPKYRRNTESQPESMDMKKSTGKPSSSDLSGEVWLTPIDNKKPAPKSATKIS
VNEATKVGDSTSKTPGSSDVAAVSEIDSGTKLTSRKLKISSKAKPKASKVESDSPFHSLMPAYSRERGESELHNPSVSGQ
LLPSTETDQAASSRYTTSVPQPSLSIDKDQAESCRPHRVIWPPTGKEHSQKKLVIKRLKEITDHDSGSLEETPQFESRKT
KRMAELADFQRQQRLRLSENFLDWGPKDDRKWRKEQDISTELHREGKVRRAYDDSTVSEERSEIAESRRYREVIRSEREE
EKRRKAKQKKKLQRGILENYPPRRNDGISSESGQNINSLCVSDFERNRTEYAPQPKRRKKGQVGLANILESIVDTLRVKE
VNVSYLFLKPVTKKEAPNYLEIVKCPMDLSTIRDKVRRMEYRDRQQFRHDVWQIKFNAHLYNDGRNLSIPPLADELLVKC
DRLLDEYRDELKEAEKGIVDSSDSLR*                                                     
>Atha_AT3G62250                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKIKHKHKKVKLAVLQFYKIDGSGKVQRLRKECPNATCGAGTFMASHFDRHYCGKCGLTYVYQKEGVEA*  
>Atha_AT3G13235                                                                 
MRITVMTAGEQIITLDVDSQETVENVKALLEVESNVPIQQQQLLYNGNEMGNSDKLSALGVKDDDLLMMMVSNASSGSAT
SAAGNDLGMNPDGSALNPAAFQQHIRGDSNLMGQLFQNDPELAQVISGSDLNKLQDVLRARHRQRSVLQRQKEEELALLY
ADPFDVEAQRKIEAAIRQKGIDENWEAALEHNPEGFARVIMLYVDMEVNGVPLKAFVDSGAQSTIISKSCAERCGLLRLM
DQRYKGIAHGVGQTEILGRIHVAPIKIGNNFYPCSFVVLDSPNMEFLFGLDMLRKHQCTIDLKENVMTVGGGEVSVPFLQ
EKDIPSRFLDEERVPNDASSSGATVPSGFTEKKNNTVANPTSQQPKRQNTSEGPEFEAKIAKLVELGFSRDSVIQALKLF
EGNEEQAAGFLFGG*                                                                 
>Atha_AT5G11080                                                                 
MGDTHDFTDLIRIKIKILHSTTHTLSVERTVRLFFMVKNCVFPCVLLYSIMIPVRDLKQDICYYCGVSPERQPRLLFRGR
VLKNDQRLSDYHVEEGHTLYLVKGSPPIPLFSSNAAANSNLGRGTLTDHSYQLTARGYDTPSVVIPDSITTLSRHLDRIR
QVFATYGNNDDNNWQAPNRSREDLIARECHWGELAHTTRRLLIGEVAECLSNISMLLVDQVNVTDPSARRLRQERVVESG
SLLCHLGSSILALGHGTSRISMGETQDDVGRAVFISPTGQNRLQSHHSWLQTSIRAGRRIRIISRRRSSRNQQHSDLYFN
ASDQNADNTSSPRLTTDEELSDSDSEHEMVNIVSTLNLYYSKAKKEMVGSFGL*                          
>Atha_AT5G24240                                                                 
MSVASVALSPALEELVNFPGIIGRFGFNLDDPILVFLTIAGSVIPKRVMESDSIASVKLRIQSIKGFFVKKQKLLYDGRE
VSRNDSQIRDYGLADGKLLHLVIRLSDLQAISVRTVDGKEFELVVERSRNVGYVKQQIASKEKELGIPRDHELTLDGEEL
DDQRLITDLCQNGDNVIHLLISKSAKVRAKPVGKDFEVFIEDVNHKHNVDGRRGKNISSEAKPKEFFVEPFIVNPEIKLP
ILLKELISSTLEGLEKGNGPIRSSDGSGGAYFMQDPSGHKYVSVFKPIDEEPMAVNNPHGQPVSVDGEGLKKGTQVGEGA



IREVAAYILDYPMTGPRTFPHDQTGFAGVPPTTMVKCLHKDFNHPNGYSFSPENTKIGSLQMFVSNVGSCEDMGYRVFPV
DQVHKISVLDIRLANADRHAGNILVSRDGKDGQMVLTPIDHGYCFPNKFEDCTFEWLYWPQAKEPYSSETLEYIKSLDPE
KDIELLRFHGWEIPPSCTRVLRISTMLLKKGSAKGLTPFTIGSIMCRETLKEESVIEQIIHDAEAIVPTETTEDEFISTV
SAIMDNRLDQYAWN*                                                                 
>Atha_AT5G20620                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGSF*                 
>Atha_AT5G09340                                                                 
MQVFIIDEDGKKYCVEVEKTTTIADMKTKIYDATGMENAYQYLEHRGKIVLEVHGGTTMDDYKIKACDIFHMSDRMRGG*
>Atha_AT5G12280                                                                 
MVGTLSPDTPDTQFISLCYKLQIVEVVRSPLFSTSRPGGSRGRAMRSRLRLHKPIILGQMKFGESDFDVSYDLIFMLEKD
NSNEAPAEPPREMRIHMDKIARVVARKGLRIERKIMNVSEYLAKNQDEGAQEPEAPATLKGDAQHYRRPFLLSDPAPKFP
DYVLPEGYTIEDVDTIFLTAQIVGRYGEEFWLDLIKEVDNKPQFEFLKPADSKFDYFNRLSVVASEGLKRSEKLTSSRMA
IVSKAFFYHLRRQNEKRELTHKEGAAKACTLFGALYAFVGPDGCFADIKDEDLPLLQHPSAIKNILTKLQPRMPPLGGES
EEPEFDESVLVPEDQFLAQHPGSSTIMVSVPDPDDWKVVKITVQSLSENVASLKEKISGEIQFPTNKQKLRGKAGFLKDN
TSLAHYNVGAGEILTLSWW*                                                            
>Atha_AT5G42300                                                                 
MIEVVLNDRLGKKVRVKCNDDDTIGDLKKLVAAQTGTRAEKIRIQKWYNIYKDHITLKDYEIHDGMGLELYYN*      
>Atha_AT5G14360                                                                 
MMKFKTKRFGIRFGFGKRINNKGTQQDQQQKGVGNNNNNSSCSNCEIKWELRPGGMLVQKRQESIGEDLISIRVSTFAHF
HDLSIEATSTFGELKMVLSLLTGLEPKQQRLVFKGKEREDHEYLHMVGVGDKDKVLLLEDPGFKDKKLLDLNSISTTCPT
IIV*                                                                            
>Atha_AT5G37640                                                                 
MSMQIHAKTLTEKTITIDVVSSDTINNVKAKIQDIEGIPLDQQRLIFSGKLLDDGRTLADYSIQKDSILHLALRLRGGMQ
IFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGVPPDQQRLIFAGKQLDDGRTLADYNIQKESTLHLVLRLRGGMQIFVR
TLTRKTIALEVESSDTTDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLCGGMQIFVNTLTG
KTITLEVESSDTIDNVKAKIQDKERIQPDQQRLIFAGEQLEDGYYTLADYNIQKESTLHLVLRLRGGECFGFIFLFLLCF
NS*                                                                             
>Atha_AT5G38470                                                                 
MKIFVKTLSGSNFEIEVKPADKVSDVKTAIETVKGAEYPAAKQMLIHQGKVLKDETTLEENNVVENSFIVIMLSKTKASP
SGASTASAPAPSATQPQTVATPQVSAPTASVPVPTSGTATAAAPATAASVQTDVYGQAASNLVAGTTLESTVQQILDMGG
GSWDRDTVVRALRAAFNNPERAVEYLYSGIPAQAEIPPVAQAPATGEQAANPLAQPQQAAAPAAATGGPNANPLNLFPQG
MPAADAGAGAGNLDFLRNSQQFQALRAMVQANPQILQPMLQELGKQNPQLVRLIQEHQADFLRLINEPVEGEENVMEQLE
AAMPQAVTVTPEEREAIERLEGMGFDRAMVLEVFFACNKNEELAANYLLDHMHEFEDQ*                     
>Atha_AT5G42220                                                                 
MEDQPINQCSSSTNASEKTPESTLELNIKTLDSRTYTFQVNKNETVLLFKEKIASETGVPVGQQRLIFRGRVLKDDHPLS
EYHLENGHTLHLIVRQPAESAPSSGTPSQGATANDGNNTNGGPSRNGRHVSHSVVLGSFNVGDQTEGIVPDLSRVIGAVL
NSFGVSGQLPTNHSTNGTQSSMPSNQSSNAPPGNTSDGEPGIGGQSQATGHSQPRQAFPGVSFQTSMPRVVQIPVTAATT
IPIPSFLTPIPDSLDTLMEFINRMEQALSQNGYQPDTSSAGSGGRPREELPRNRRGAATPEALSVVLRNAQHLLSGLGVS
SLSHIAGRLEQDGSSSDPTLRSQIQTEAVQVGLAMQHLGALLLELGRTILTLRMAPSPELSYVNAGPAVYISPSGPNPIM
VQPFPHQISPLFTGATVSSNPLTGPVGLGTAQRHINIHIHAGTSGSPMLSSVGNQRSNGEGGQGDRDSNTSSVPAAVPSH
STGENVSAGVQPGLGDDVSVAQINARIRDMVNIMQGRDQIPSGIESLERDMSTGHGVATAMPEQPTNIATTCAPESSSGS
LHDLPSERSNSVCQNEKDLGGDLEHPARAKDTSCTTGQSSAPSGDATGDAKETNKATPEVATATPLGLGLGGLDRKKRSK
QPKVSGKTEDSGTSATLEGVQQSSGTSGQQLLQSLFSGSSRSDETGLRRGQGSDDRVDVSSAMSQVLESPVLDGLLAGVS
RQAGVDSPNMLRNMLQQFTQNPQIMNTVQQIAQQVDGQEIENMMSGGAQGEGGGFDFSRMVQQMMPLVSRAFSQGGPLPH
PATIQPDDRQPSQVNVQSMAQMIEHSDPPEDVFRAMVENAAISQDELVNELCCDEALSQEYAELLRRDIEGRLKDDQGL*
>Atha_AT5G57860                                                                 
MAMYIRVKRMKTTYFIQCDPTETVLDVKQKLFALIEQPVNNQRLVLMSTEEVLEDSKSLADQKVENDAVVALTLKKDDNE
FEDVNIAQPTDFSLS*                                                                
>Atha_AT5G16090                                                                 
MKIIVKTLKGIRFEIEVKPNDSVAEVKKNIETVMGASEYPAAQQILIHKREKLRDETTMEANKVFDKSVIAIIITKGCLE
EMEKQNPPLFQMIRHNSAGFVPVLNKESFERDNELAQPEEDLLQLQVTAVDDEAINRLEAMGFERRVVLEVFLACNKNEQ
LAANFLLDHIH*                                                                    
>Atha_AT5G25270                                                                 
MGDNGKDEIMVEASQCAGAMVEIKIKTLDSQTYTLRVDKCVPVPALKEQVASVTGVVTEQQRLICRGKVMKDDQLLSAYH
VEDGHTLHLVVRQPVSESSTSNAAADPALSAGDSQGSQRSRVVVGSFNIAEQADGVYSDLGQIVSAVLGSLGISNPEGGI
EGIDDMGPLHERLSRSSGPGTARDSSGGRSATPNAVDQTSTPLASSQPAAIPDSLTTLSEYLNHLRQEFAANGSNANNLQ
DSENSVGNVQDSASTTGESRIPRPSHLAEVLQSTRQLLIGEVADCLSNLSRQLVDHVNVTDPPTRRLCQSNMLQSGSLLE
SLGISLLELGRATMMLRLGQTPDDAVVDAGPAVFISPTGRNPLPSHSSRLGTSIGSLQAGTAHSNPFAGQSLASAPRNIE



IRIRTGSWVPASGTNQREESTTQQTPGQTIPSTPSSTTDPAPSTRGPSEPLRNPVALVIPVVARYQQISLGGRSSTGLDG
VHQPVTESSRQPQSVGTPGREGDSSASPGGRGLSELRNRIHQFLRPLSRRENQAGSTESQGAANPSATASTETNEAVANA
QVEPATTTDEGNFISSVLQQIMPFISQNVASSSSGEAATGRGSNSRQASSREAEEEEGTERGNSTRRPEPPSPPESKRQR
HFFLFLSPLPTFSEFVLE*                                                             
>Atha_AT5G40630                                                                 
MGKLMAKRFCIGFGCGRIGTGNNKRSSSSSSSSSSFSSLSSSSSSSSSSCNNNNIKWEMRPGGMLVQKRSEDSNTEDLIS
LRVSTVSQLSYEISIDANSTFGELKMMIAIVSGIEAKEQRLLFRGKEREDREYLHMIGVGDGDKVFLLQDPAFKELKHIH
LPITV*                                                                          
>Mgut_mgv1a027059m                                                              
MQIFVKTLTGKTISLEVESSDTVYGVKEKLKDRDLISSPHLARLIYAGRTLEDGRTLADYSIRKESTLHLVLRLLACGSQ
ITVESSTGFTVTLRACLSSTIDYIKKMIQEKQGVPVDRQILTFDHKVLDDMRSLTFYEIRHESTLHLSVRVKIYVISSMM
GYRFKTIPLDVESSDTVADVKAAIHGTRGIPVADQVLVFEHKWLEDSRTVGECNIVEDSTLFLVVSSSHRLKMKMKIRVE
VDDGFSFMLDVEGSDAIESVVGKIYEKEHIPIAYPALMFEQKRLVLDKQLTLADYNIEDGSTVRLVRSD*          
>Mgut_mgv1a015486m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKLKHKKKKVKLSVLQYYKIDDSGKVQRLRKECPNAECGAGTFMANHFDRHYCGKCGLTYVYAKAGGD*   
>Mgut_mgv1a001314m                                                              
MRKDQNALPSSSNSSSSNSPSSTRPLPSWPRSSPAGDTHLQFFVRILSYHSLVVQADSSDTVRSIHEKIESITGISIFEQ
RLIYRGRQLQLEQTLAECKVQNDASLNLVGRMRSTGYPEAWHLINDVVSMIFRMYKTNPPSNRQNPKTLRTKLTNFVSDS
LKDPLRDSVKSREKLSGYLQIFNSSSATGALVMLYMSSCKTNKEEAEEAIKSFITSIKNSWKHFCLDTVLIVLEFCRLLN
KTAGIDDPLYCFCRRTLGEMAKEESIGIANKDIEKKKCLIGIHDIFPFVNELASKLSRDLMSSTEPTFFPRLSPKDVTDF
STFIEAMKIQIERRVGFGGPIRVPLTEELPLDYADNVIILHGIFTHLLSKLENVLVKIEEHVEWGQKKKEPDTHLLQWYE
YLRVLKELNSISKLYYGCEKVFWETMKRRKDVLCYLVVMCAKRKDDNNWILDCKELTNFEVRRCLAMFILPEVKDEYNDL
HEMLIDRAHLLEESYEYIVHADLDSLRAGLFMEFKNEEATGPGVLREWFFLVCQAIFNPQNALFVACPNDRRRFYPNPAS
KVDPLHLKYFSFSGKVIALALMHKVQVGIVLDRVFFLQLAGQTITLEDIKDADPYLYNSCKQILEMDPTTIDQDALGLTF
IDEKEELGARKVIELCPDGKNVIVNSKNRRRYIDSLIQHRFVTSISEQVAHFTEGFADIMSSNEIKRSFFRCLNHEDLDC
MLHGSENGISVEDWRAHTDYHGFVKTDLQISWFWEIVGNMTKEQKKILLFFWTSIKYLPVEGFSGLASRLYIYKTSEPID
RLPSSHTCFYRLCFPAYTTINDMQERLRIITQEHVGCSFGTW*                                     
>Mgut_mgv1a021438m                                                              
MTPIWVPIIHSPPSATTKMKITVQFTARKIQIDVDETDTVRSLKEKIHIVEGTPMRRMTLFFNGTEMEDDFRSLNEYGVG
GDK                                                                             
>Mgut_mgv1a008352m                                                              
MKIFVKTLKGTHFEIEVKPDDTIADVKKTVENTQGADVYPATQQLLIHQGKVLKDATTLEENKVAENSFVVVMLTKQKAS
SGEGSTTSRAPTPKAPQTSEPPTSTPVSVTPSTISQPPAPAAAPAPTSAPIPAAEDASDVYGQAASNLVAGNILEGTIQQ
ILDMGGGIWDRDTVVRALRAAYNNPERAIDYLYSGIPEPAEAPAPAPVANVPAQPQPAPVPSVGPNANPLDLFPQGFPTM
GSNAGGANALDFLRNNPQFQALRAMVQANPQILQPMLQELGKQNPQLVRLIQEHQADFVRLINEPIEGAEGDLLGQLGEG
GMQHAIEVTPEERESIERLEAMGFDQALVLEVFFACNKNEELAANYLLDHMHEFEE*                       
>Mgut_mgv1a008394m                                                              
MKIFVKTLKGTHFEIEVKPDDTIADVKKTVENTQGADVYPATQQLLIHQGKVLKDATTLEENKVAENSFVVVMLTKKASS
GEGSTTSRAPTPKAPQTSEPPTSTPVSVTPSTISQPPAPAAAPAPTSAPIPAAEDASDVYGQAASNLVAGNILEGTIQQI
LDMGGGIWDRDTVVRALRAAYNNPERAIDYLYSGIPEPAEAPAPAPVANVPAQPQPAPVPSVGPNANPLDLFPQGFPTMG
SNAGGANALDFLRNNPQFQALRAMVQANPQILQPMLQELGKQNPQLVRLIQEHQADFVRLINEPIEGAEGDLLGQLGEGG
MQHAIEVTPEERESIERLEAMGFDQALVLEVFFACNKNEELAANYLLDHMHEFEE*                        
>Mgut_mgv1a004076m                                                              
MGAEGESSAGVPGDAGVNVNIRCSNGSKFSVKTILDSTVGEFKGVLAQNCDVPAEHQRLIYKGRILKDDQTLVSYGLQAD
HTVHMVRGSASAATPPTAVPTSANTNGTTHAVGHGGLNPGGVGVAGTGASLFPGLNLGALGGTEASSVFGAGLPEFEQVQ
QQLTQNPNMMREIMNMPAIQSLMNNPEIMRSLIMSNPQMREIIDRNPELGHVLNDPSILRQTLEAARNPELMREMMRNTD
RAMSNIESSPEGFNMLRRMYENVQEPFLNATTAAGGTATDTGSNPFAALLGTQGGVQTRDGSNVTTGPGTGTTVPNANPL
PNPWSNNTGGSQTNDATRSNPTGDARLPPIAGLGGLTLPELESTVGTTDLSGFSQLMQNPAMAQMMQSLLSNPQYMDQIM
GLNPQLRSMLDVNPQLREMMQNPEILRQLTSPQTMQQMMALQQQITQLTRQQPTAEGAQTGQGRDAGAQNNMGLDMLINM
FGGLGGGSFNVQNTPNVPPEELYANQLSQLQEMGFFDTQENIRALLATSGNVHAAVERLLGNPGQ*              
>Mgut_mgv1a026118m                                                              
MKLIAEILTGTLFYVEVKEDATVGDLKRQIADQENLPIDQLILLLDNAQRQILLEQVEVGLKEHGVKDGSHIYVFITPTG
E                                                                               
>Mgut_mgv1a007320m                                                              
MRTGDVPATGIYLKAIERVFPKRTSNISLPLSLSLSFRLSSTLLLTALFTLACFLPFEKRSSRSTLSQALIILNTMGSNG
CVPIKMSENDAAGCSETTVEIKIKTLDSQTFTLRVDKCVPVPELKEQIASVTGVLSEQQRLICRGKVLKDDQLLSAYHVE
DGHTLHLVVRQPIAPSPELSDNPATDPTSSTENSPFSRVGPGMVVGTFNISDQGDGAFDINRIVSAVLNSIGVARFGSSG
EGIDLNQLPSSGLSTAPGLTGTRSSSRLQSDQAASVAVPVEPPVIPDSLTTLLQYLSHLRQEFIANGGGQGTDEQELEAA
ANSSEPREILTPQSLAEVMSSARQLLAEQADDCLSQLAGQLGSHSSITDSLERSRIQSRAIRSGALFQNLGASMLELGRA
IMTLRMGQTPV*                                                                    
>Mgut_mgv1a010773m                                                              



MYFFVFTTKVPVPELKEQIASVTGVLSEQQRLICRGKVLKDDQLLSAYHVEDGHTLHLVVRQPIAPSPELSDNPATDPTS
STENSPFSRVGPGMVVGTFNISDQGDGAFDINRIVSAVLNSIGVARFGSSGEGIDLNQLPSSGLSTAPGLTGTRSSSRLQ
SDQAASVAVPVEPPVIPDSLTTLLQYLSHLRQEFIANGGGQGTDEQELEAAANSSEPREILTPQSLAEVMSSARQLLAEQ
ADDCLSQLAGQLGSHSSITDSLERSRIQSRAIRSGALFQNLGASMLELGRAIMTLRMGQTPV*                 
>Mgut_mgv1a021230m                                                              
MEIFVKTLTGKTITIHAGIFDTVGEIKAKIHLKEGISPDQQRLIFGGKQLDDARTLSHSEVRNESTLHLILRLRGGMQIV
VRNLYGIYLTLNVDGDETFDDLNFAYKGRKVVAEGTLADSGIDAGSVLVLYRSGLLINVHIENRDIHMTNLQVETAETVR
SVKEKIENNRHIRRELQILQCDGVVMEDRYCLYRYPINEYIWLVLDISMLSITLKTLTNERVELILDGEMLVGDLKSRIQ
VAMNFPREQQVLIYEDYVLADHRDFNFYRVLSGSVIYLIIRLRTRRED*                               
>Mgut_mgv1a020662m                                                              
MKLVAELLTGSLFYVEVKEDDTVGDLKREIGDQENLPTDRLIFILDDFYNNRTLMDNNETPLKDYGVRDSSHIYIFFEPA
DDIDSPTSCPKDSASNEPSSPNAAVT*                                                     
>Mgut_mgv1a019016m                                                              
MSGGAASHGGTDSSNHAGEEEVTINISCSDGAKFSVQVCLDSTVVLFKSIVARKCEIPTRQQRVIYRGRILADDRTLRSY
GLEAGHTVHLVRSSATSVPAASTEAGARNFFPGFDEGGPGGPGLISTFFPGILRDGIRNYSDIYEHVQQQFRQNPNLVSD
FFNSPSVRNVMRNPEILRTMMLSSPESREIMD                                                
>Mgut_mgv1a003528m                                                              
MSSAGMVSIVPVRERSMTFLPPPSPEHSQESILIYVAMSTGSMVPMRVLDSDSIESVKIRIQNCKGIVTRKQKLVCRGRE
LARSNSLVRDYGLSDGNIMHLVLRLSDLQVINVRTCGGKEFTFHVERSRDVGYVKRQIANRETEFVEDQEVLLNGKPIED
QRLITDLSKNDADAVIHLFVRKSAKIKVSPVGKNFELSIVAPQQNDAREYDDVERETGYEGDSKSEHNLFVPRKPPERET
SLEPVIVNPKIELPPEIINLINSTLEGLDNGNYPIRSSEGTGGAYFMLDKSGNKYLSVFKPADEEPMAVNNPRGLPLSED
GEGLKKGTRVGEGAVRECAVYLLDHPKSGWRSLHGDADGFAGVPPTVYVKCLHRGFNHPDGVSVKTGSLQMFMENNGSCE
DMGPGAFPVQEVHKIAVLDMRMANADRHAGNILVSKGEDGQTVLIPIDHGYCLPYSFEDCTFDWLYWPQARQPFSDDTID
YIRSLDAEKDIALLKFYGWDLPPECARVLRISTMLLKKGAEKGLTPFAIGNMLCRETVRKESVVEEIVLEAQESVLPGTS
EAAFLDSVSTIIDRRLKEMV*                                                           
>Mgut_mgv11b024720m                                                             
MNNIHVKSSTGFTIHLCVCTNTTIGGIKSTVHEKKGIPPIQQILFFGNMQLDDHRTLADYGIGNDSTLRLSVTSFPISVV
SVSGSITLEVKFSDTVGDVKSEIHKRVGIPAVDQVLVFEDKWLDDNNRTLADCNMESDNSVIRLLVSRLRGVMKIRVESA
MIHRREGIPVANQMVVFNGKWLEDFRTLADCNIVMDSTLHLFVSSWKMKIWVEVEIGGDNGFSFALDVDGSDTVKSAVGK
MYEKEHIPIAYPMLIFEQKPLIDKQLTLAEYNIQDGSTVLLVRAD*                                  
>Mgut_mgv1a006103m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGF*                      
>Mgut_mgv1a009593m                                                              
MKGLNTGAENLNNVGAIGPDREPGFGPATFSIKVSHELNEHEVAVPSGSTFGYLKSVIHQKTGLKPETHKLLFRGKEKDD
DEDLQTAGVKDGSKLLLVEDKTCNNEEPEEVKETVVVVSRGGEAVAEVRREVDKLSDQISAVQAVVDSGTKVDNKDIVYL
TEMLMRQLLKLDGIEAEGEGKVQRKMEVRRVQSFVETMDVLKSRNSNPLSNGYNNVPVTTKWETFEPESQTPLPSQSPVP
PVTTALPSPVPFPQSPVPPVTTPLPSPVPFPQSPVPPVTTPLPSPAPSQSPVPPVTTPSPSFAPTTQPSSAHSPVPSFVP
TSMPSSTKVTQDWEHFD*                                                              
>Mgut_mgv1a004315m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTID
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGV*                          
>Mgut_mgv1a008200m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGV*                  
>Mgut_mgv1a013167m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGV*          
>Mgut_mgv1a015092m                                                              



MVKLQKTLHVWVITVTPQLCINLRKNPFRGSQNFTFLLHQILPRRSNTSIFSMSQPSPLPKSSDDQTVMYIRVKRNKTTY
FLQCLPSETVLQIKEKLEELLDQPVNDQRLTLLPNREILDDSKSLADQKVENDAVVALTLRKDDSEFEEVNIVRANDFYQ
SRETDAGF*                                                                       
>Mgut_mgv1a005447m                                                              
MLTVSVKWQKELLSNVEIDTTQTPYVFKCQLYDLTGVPPERQKIMVKGGLLKDDADWSKVGVKEGQKLMMMGTADEIVKA
PEKGPVFAEDMPEEELVVAVGHSAGLMNLGNTCYMNSTVQCLHSVPELKSALIQYPPPVRSNAVDQSSHSLAVATRELFN
DLDKNVKPVAPMRFLTALRSKYPQFAQLHNGIYMQQDAEECWTQLLFTLSLALKSPSSSEDADTVKRLFGVDLVSRVHCA
ESGEESTETESVYSLKCHISQEVNHLHEGLKHGLKSELEKSSPALGRTAIYSKDSRINGLPRYLTVQFVRFFWKRETNQK
AKILRKVDYPLELDVYDFCSDDLRKVLEVPRKHLRDEEGKKLGLKTNENSSTSSNTDVKMTDAEGSSNETGDSSKSAPGE
GVPPEKEKHLTGVYDLVAVLTHKGRSADSGHYVAWVKQENGKWIEFDDDNPIPQRAEDITRLSGGGDWHMAYICMYKARD
ISM*                                                                            
>Mgut_mgv1a008166m                                                              
MQIFVKTLTGKTITLEVESSDTVDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGRFI*                
>Mgut_mgv1a010971m                                                              
MDSESSTASRLKLQIKFSGRSIPVEIAGDTTIKDLKSLLQTLTNVLPRGQKLIFKGKVLSDESTLASSGIIDGSKIMLMA
SQGLHQGGGPVKKEAAIVPDSTRRKKETIKDSIVKSQVERWKATGVIALSDCGLTTIPEEIWTSVPSVRVLDISQNSYLE
VPATIGQLRSLQKLHLNGNNLFNESIGWEGLTSLKLLTILSLSQNNLTALPSAIGALKSLKQLHIENNKLMCLPSEIGFL
TELQVLKAQNNRIKTIPTSIGECVSLIEVDLSCNLLAELPETCDRLKNLKVYSPVF*                       
>Mgut_mgv1a015494m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPNDTIDRIKERVEEKEGIPPVQQRLIYAGKQLADDKTAKDYNIEGGSVLHLVLALRGGGINL*   
>Mgut_mgv1a016549m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKEIEIDIEPNDTIDRIKERVEEKEGIPPVQQRL
IYAGKQLADDKTAKDYNIEGGSVLHLVLALRGGGINL*                                          
>Mgut_mgv1a010635m                                                              
MMRMKTRNDPLPPHIDGGGVGRRGGGVEKEWELRPGGMLVQKRTDAENNPAAPPPNIRVRVKYGSIYHEIHISSQATFGE
LKKKLTGPTGLHHEDQKLYYKEKERDSKTFLDTVGVKDKSKVVLQEDPISKEKRYLEIRKNAKLEKAAKSVSDISLEVDT
LAGQVSALESITCNGGKVAEKDVVTLIELLMSQLLKLDAIIADGDVKLQRKMQVRRVQKCVETLDVMKVKNSNPTSNGTA
HPPLKQKHSNGEEHSNSPNQEQEQPSRNSASVVITTQWETFDSAPPPTTSTATIRPAQPSFTWDLL*             
>Mgut_mgv1a017504m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKVDFAFGF*         
>Mgut_mgv1a008731m                                                              
MKLTVKTLKGSHFQITVHPNDTVMAVKKSIEDVQGKDNYPCGQQLLIHNGKVLKDETTLAENKVSEDGFLVVMLSKSKSS
VSSVSTSSQPAPIAAPASVPTPAAESQPVVQAPKTTASASVAPSANDAFNPYAEAASNIVVDNSLEQTIQHLIDMGGGSW
DKETVTRALRAAYNNPERAVDYLYSGIPESAEVAVPLVQSGVDSVAAVSGPPASGAPNSSPLNLFPQETISGGAGLGSLG
FLRNNQQFQALRSLVQTNPQILQPMLQELGKQNPSLLRLIQENHQEFLQLINEPVDDSEGDIFDQADQEMPHAVSVTPAE
QEAIERMEAMGFERALVIEAFLACERNEELAVNYLLEHAGDYED*                                   
>Mgut_mgv1a009908m                                                              
MKLTVKTLKGSHFQITVHPNDTVMAVKKSIEDVQGKDNYPCGQQLLIHNGKVLKDETTLAENKVSEDGFLVVMLSKSKSS
VSSVSTSSQPAPIAAPASVPTPAAESQPVVQAPKTTASASVAPSANDAFNPYAEAASNIVVDNSLEQTIQHLIDMGGGSW
DKETVTRALRAAYNNPERAVDYLYSGIPESAEVAVPLVQSGVDSVAAVSGPPASGAPNSSPLNLFPQETISGGAGLGSLG
FLRNNQQFQALRSLVQTNPQILQPMLQELGKQNPSLLRLIQENHQEFLQLINEPVDDSEGDIFDQADQEMPHAVSVTPAE
QEAIERV*                                                                        
>Mgut_mgv1a007375m                                                              
MKITVMTADEQIVTLDIDRDESVENLKALLEVETRVPLQQQQLLYNGSEMRNSDKLSALGVGDGDLVMMISNASSSRSRA
GAPANQAVGFNPDGSAVNPSAFQQQLRNDSNMMAQLFQSDPELAQAILGNDLNKLQDLLRARNRQRSELKRQQEEEMALL
YADPFDVEAQKKIEAAIRQKGIDENWAAALEYNPEAFARVVMLYVDMEVNGIPLKAFVDSGAQSTIISKTCAERLGLLRL
LDTRYKGIAHGVGQSEILGRIHVAPIKIGSIFYPCSFVVLDSPNMEFLFGLDMLRKHQCIIDLKDNVLRVGGGEVAVPFL
SEKDIPSRFLDEEKYAKEASSSGAQATPAAKENISTPGATSSTIPSHGADFEAKVAKLVELGFGREQVIQALKFFDGNEE
QAAGFLFGG*                                                                      
>Mgut_mgv1a001136m                                                              
MANLDSAEGSGARDASGQSSESTFEINIKTLDSRICSFHVDKNIVVLAFKEKIASQIGVPVGQQRLIFRGKVLKDDHLLS
EYNVENGDTLHLVERQLQPAPGPNTVEATSSNGNRGVQDSTAGVPRNRIGQIAHSVVLGTLNVGDAGEGAGPDLSRVIGA
VLSSIGIGNLAGGVQPGFQTSHGNDSEGSQVNSSNRSQGGNQSIPSPYPMQTPIGAAVALPSLNLPIPDSLNTLTEFMNR
MESAFLQNGNSQNQSPTASGSIPTPQLPTNTRGSTVEALTIVLRHAERLLRDHAASALSHTAGRLDQEGGSNDSAVRGQV
QTESMRLGVSMQHLGALFLELGRTILTLRMGQSPGESFVNSGPAVYISPSGPNPIMVQPFPLQTSSLFGNSSGVAPNLVA
TNPIGVGNVPRNVNIHIHTGKPPSGEETQRDRASRTESGESGQTRVLSGLNVIASRPTIPISSAVQPGTGVSQASQPNAI
SSIVAEIDRQIRSLTDNRQNEHHTPSEGLVDDARSHQSNLSSSRVGDTSQTSSHNTIMEDQKVKVGNFTLYDCFSSEGGP



HHTSSASEYAERSEAPPKSSQGNDNPDGPSSVPLGLGLGGLQPKRRASLPRAQAKSGDGANSSGQDKKTREVGQQVLQSL
ASSFSSRGDANPPPVQQPSNFARGGVMGNVPPPSGQNADLADAMSQVLQSPSLDGLLAGVSQQTGVGSPDMLRNMFQQFT
QNPAMMNTVSQIAQQFDGNDIGSMFSGSGSGGQGGGFDISRMMQQMMPLLTQTLGGVSPLPQQSPPSEPLLLGSSSRRDI
PPVINDYPQGIDLQQVVQRLEGGSSSEEVFRSLVDRAAHLSGSSEESAVNELSSQAGLAQEFMEMLRLDVSRRLQNEGGS
*                                                                               
>Mgut_mgv1a009583m                                                              
MMPMRTKNDVLPPESNGGRGGGGAAAEKEWELRPGGMLVQKRTDGDQARAPPPTIRVRVKHASIYHEIRISSQASFGELK
KMLSGPTGLHHEDQKLFYKDKERDNKSFLDTVGIKDKSKIVLQEDPIGQEKRILAMRKNVKMEKAVKTVSEISSEVDKLA
QQVSALESIVSKGKKVVEKDVVKLIELLMNQLLKLDGIIVVDGDVKLQRKMQVTRIQKCVETLDVLKLKNSVPTSNENGA
PPPVQLHKKHSNGAPPVEKQRSSNGAPPVLSPVQDQQARHSFGESLIDSPHKQEYQPRRSSSGGNVVITTQWETFDAPPT
SAAPIHRPQPSFTWDLL*                                                              
>Mgut_mgv1a003085m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTID
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKA
KIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGF*                              
>Mgut_mgv1a001667m                                                              
MLGDLPILPLPAPPTDGNLGPLPPAQVVEDSIDEDQMNVDDNSNSAPASVATHTRTIGIIYPPPDIRNIVDKTTQFVAKN
GPEFEKRIIISNDGNAKFNFLRSSDPYHAYYQHRLAEARAQNQSSSQQQPGEPVPDSALTAATADTSDASDKPDPAAQFR
PVREELDMIKLTAQFVARNGKSFLTGLTSRESTNPQFHFLRPTHSMFMFFTSLADAYSKVLMPPKGLTDKLRNSVADLTT
VLERCLHRLEWERSQEQARQKAEDEIEQERMQMAMIDWHDFVVVETIDFADDEDEDLPPPMTLDEVIRRSKMSTMEEEDI
IEPGKEVEMDMDEEEVQLVEEGMKAASLEDNGDMTNNEAKPTPEEHEPPMRIVKNWKRPEDRIPAERDPTKYVVSPITGE
LILINEMSEHMRISLIDPKYKEQKDRMFAKIRETTLAADDEISRNIVGLARTRPDIFGTTEEEVSNAVKAEIEKKKDEQP
KQVIWDGHTGSIGRTANQAMSQSTGGEDLNDALVNDGRGLPGPAPPPPRPGMPSIRPLPPPPGLALNIPRPPAMVQYSNS
ASGGIIAPPPGPPVINMIPSIRPPPPSMPMMHGQHLMANRPPMPPPSIPVPPPPGSQFTPLGSHRPFLHVPMSHQGMPMV
PPPPMLQGMPPPPPEEAPPPLPEEPEPKRQKLDDSMLIPEDQFLAQHSGPARISISVPNVDEGDLKGQLLEITLQSLSET
VGSLKEKISAEIQLPANKQKLSGKAGFLKDNLSLAYYNVGPGEALSLSLRERGGRKR*                      
>Mgut_mgv1a015017m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGGTSW
RIPFVANHLVKKIKNLNEISKKELIKTWSRGSTIVPDMVGHRIAVHDGKKHVPFRILETMVGHKLGELKPRRTHKKEVHA
KGKTKVAKKK*                                                                     
>Mgut_mgv1a003591m                                                              
MPAVDVALSPIHKETNRDSSSVHLNRRLESIVIYITVGGSSIPMRVMESDSIASVKLRIQSCKGFVVKKQKLVFGGKELS
RTDSLVKDYGITNGNVLHLALRISDVLLINVSTVCGKQFELQVDRHRNVGYLKRRIIKKGKGKGFIDLEEPVIFCHGEKL
EEDQRLINDISKDNDAVIHLVVQKSAKVWTKPVEKDVELSIVAPHSDRCTDISVLSRAPLVEDFFLKPIIVNPNVNLPPF
LWDMIDSVFEGLANGKQPIRSSEGTGGTYFMQDSTGEKYVSVFKPVDEEPLAVNNPQGLPLSTSGEGLKRGTRVGEGALR
EVAAYLLDHPKTGPRSKSDSQIGFAGVPPTIMVRCLHGGFHHPEGFDRSNENIKTGSMQMYMKNNGSCEDVGPGVFPVEE
VHKISVFDIRTANADRHAGNILLRKKDGEKNGNNIVLIPIDHGYCLPENFEDCTFEWLYWPQTREPFSQETKDYIKSLDA
EQDLAILDFHGLNISHECALTLRISTMLLKKGAERGFTPFVIGSIMCRETLNKKSVIEEIVDEAKEYSVISGMTEAAFLE
TVSEIMDETLDKLMK*                                                                
>Mgut_mgv1a008220m                                                              
MKIFVKTLKGSHFEIEVKPEDTVADVKKNIETVQGSNIYPAGQQMLIHQGKVLKDDTTLEANNVAEKSFVVIMLTKSKAS
SSGAAPAPAAPLSTAQPVSNTSQPTQPVTAAPTPAPSVAPLQSAPESVPAPAPAASVGVYDQAASNLVAGSTLETTVQQI
LDMGGGSWDRDTVVRALRAAFNNPERAVEYLYSGIPEQAEIPPVAQLPAGGQPVIPSTQAAAPPVAAPGGGPNANPLDLF
PQGLPNMGGSNASAGTLDFLRNSQQFQALRAMVQANPQILQPMLQELGKQNPQLVRLIQDHQADFLRLINEPVEGEGNIL
GQLAEAMPQTVNVTPEEREAIERLEAMGFDRALVLEVFFACNKNEELAANYLLDHMHEFDD*                  
>Mgut_mgv1a006427m                                                              
MYLTICSMLHPVFFTGCSIEGTASWLCCHFSSSHPTHTVGGGRRSDTRFSGGKLRTKRSTISSNSMKIFVKTLKGTHFEI
EVKPEDTVADVKKNVETVQGSDVYPAAQQMLIHQGKVLKDETTLEENKVAEKSFVVVMLSKNKASSSGTASAAPSSKIQP
ANDTPLPAQPVAAAVSAPGSTITIPQPAPSAPVPVPTLTASTDVYSEAASNLVAGTNLEGTIQQIIDMGGGSWDRDTVVR
ALRAAFNNPERAVEYLYSGIPEQAEVPPVAQPPPGGQPATTPVQDTQPAVPSGGPNSNPLDLFPQGLPSMGSNAGGGNNL
DFLRNSQQFQALRAVVQANPQILQPMLQELGKQNPQLVRLIQDHQADFLRLINEPVEGDGNVLGQLAEAMPQSVAVTAEE
REAIERLEAMGFDRALVLEVFFACNKNEELAANYLLDHMHEFDD*                                   
>Mgut_mgv1a015529m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPNDTIDRVKERVEEKEGIPPVQQRLIYAGKQLADDKTAKDYNIEGGSVLHLVLALRGGCF*     
>Mgut_mgv1a017466m                                                              
MIEVVLNDRLGKKVRVKCNDDDTIGDLKKLVAAQTGTRADKIRIQKWYNIYKDHITLKDYEIHDGMGLELYYN*      



>Mgut_mgv1a018945m                                                              
MNIYVESLTGETITVEVESSDTIDNVKSKIQVKEGIPVDHHRLIFAGNSSKTKTVAAPSPPASAISPGPVEVEYSGGIVK
ARVEDEKNQAEVGRRRPTVVIEEGGGGMQIFVMTLAGRAITVDVKSSERIFDVKKKIYNKVGISPKYQRLIFGGKQLEDY
KTVADYNIQKDSYLHLTLAGETITMEVESSDNVKSKIQHKEGIPVDHRRLIFAGKSSTTPAAHPPPATNFRILNPSTWRT
LSLGKANVEVESSGKGKAKMEEEKIQPLARKQPEVSTERLPAPVESGGGGGGMQIFVITLTGKTITLDVKRSDTIYTVKE
KIYDKEGISPEYQRLIFSGKELGDEKSVADYDIHKESNLHLVLRLPGGRI*                             
>Mgut_mgv1a015002m                                                              
MEEEGEKSCGFWKMEKMRVGLVVLCWNSAEAEKCSCFFTAKGKMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIP
PDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGIIEPSLMALARKYNQDKTICRKCYARLHPRAVNCRKKKCGH
SNQLRPKKKIK*                                                                    
>Mgut_mgv11b018504m                                                             
YSGLGGLEESGEDDESYSRNKVNRLVQDKEHMISIPPDQQMLIFAGKQFEDSRTLADYDIQKESTLHLVL          
>Mgut_mgv1a004289m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTID
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGGHV*                        
>Mgut_mgv1a023302m                                                              
MKISIVMTGYCIFSMEVSNQEPIIEIKHKIKHLLGIPFDSQILTICDCELIDGLDLDDYPLISDGTKIHLSTTKQTPPPP
PPAAKMKITVKFSARKIQIDVDETDTVRSLKEKIHIVEGTPMRRMTLFFN                              
>Mgut_mgv1a012035m                                                              
MMKSRLNKFRSRRSEEIAETTTFSAAPVEWEMRPGGMLVQKRSDNCGAAAVSPPNLRIRVAHGAARYQIQVNSQSTFGEL
KKLVAAETGLQPGEQRLIFRGKERENGDYLDTCGVKDRSKVNLIEDPQSKERRLVEMRRNEKIQAVHQLINDVTTEVDRL
AEQVCVIEKSIANGNKVAELQITTLTEMLMGQAVKLENIPAAAFVGDACAATKSLQGKRIQKCVETLDTLKVSNAKHKVS
PVVTAEWETFDPSPSANRWELFD*                                                        
>Mgut_mgv1a015477m                                                              
MIKLRSKMFYRCSSKLGSGGGGGGGAATHVGGGEIKWELRPGGMLVQKRESNENSGEVMITIRVSTVSKWHDISVQPTST
FGELKILLSILTNLEPQEQRILFKGKEREDNEHLHMIGVRDKDKVLMLEDPAIKERKLLGLTRTGGIGSPYCTISV*   
>Mgut_mgv1a017461m                                                              
MIEVVLNDRLGKKVRVKCNDDDTIGDLKKLVAAQTGTRADKIRIQKWYTIYKDHITLKDYEIHDGMGLELYYN*      
>Mgut_mgv1a019747m                                                              
MGSGDLPYGGGGDSSSHAAGGEEVTVNVSRLSGSKLNPFKVNLGWTVDFFKSILVEEFEMPIHEQRLIYRGRILKGDKTF
QSYGLKSGHTVHLVRNFAAVVVPANSISTAEAGFNKGRGPELPKPEVATNNPAPNINPLPNPWTSACNDTTDDMRLDMLR
DMRLHMLRGRETVDGITAPNNSPLPSEELYATQLSQLREMGFVDTQENIRALIAAAGNVNAAVDRLLRDSAK*       
>Mgut_mgv1a004304m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTID
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGYF*                         
>Mgut_mgv1a004204m                                                              
MGAEGESSVNLGGAEPVNVNIRCSNGSKFSVNTSLELTVADFKGLLAQNCDVTAEQQRLIYKGRILKDDQTLVSYGLQAD
HTVHMVRGFTSAATPPSAAPASAGNTNSVPAVTPGGSPGVAGAGASLFPGFNLGALGGAGASGLFGAGLPEFDQMQQQLT
QNPNMMRDIMNMPAIQSLMNNPEIMRSLIMSNPQMREVIERNPELGHILNDPSILRQTLEATRNPELMREMMRNTDRAMS
NIESSPEGFNMLRRMYENVQEPLLNATNMGGGAATDAGSNPFAALLGNQGGTQTRDGSNVSGGPEMTNETTVPNSNPLPN
PWGNTGGSQTNNATRSIPTGDARIPSVAGLGGLGLPELERMGMPDSSAFSQLLQNPAIAQMTQSLLSDPQYMEQIMGLNP
QYRSMLDSNPQLREMMQNPEILRELTSPSTMQQMMALQQQLSQLGGQQPTLDGSQTGQGRGTQNNAGLSMLMNMFGGLGA
GGGLNVPNASNVAPEELYATQLSQLREMGFFDTQENIRALRATSGNVHAAVERLLGGNP*                    
>Mgut_mgv1a017792m                                                              
MDVFFQPSLGNPFDIEVGYFDTVLEIKEKIHKQKGIPISTQTLVFNGAILQDNLNVHDSDILDRSRIHLLLPSDAIAAAV
DSPPTSSSSKKKIQLLLKMPPPKSAITVEMDLDETIQRLKEKIHECMEGVPIARLAVVHANGIELHDHKTVRECELSDKS
ELNVGIRSSPRRTSSRSSSGNTSGGIGGGGPGKLRICVLNKGGNEKIPVEVNGSNSVGELRMKLQKMKLDLPQEGYFFIY
KQNVMDDDRSFRWHRVVQGDVIEIFGGSVTGGS*                                              
>Mgut_mgv1a000132m                                                              
MTVDDEDEYDEAEGGNRLLGFMFGNVDDSGDLDVDYLDEDAKEHLAALADKLGLSLKDINLAVKSPTTPSDATDQDYGKK
AENAVDYEDIDEQYEGPEVQTATEEDFLLPKRDFFSKEVSVTSLENTNSVFDDENYDEEDDDLEKQNLSGEGNFESQRFS
PSGEQNYIHEVLTEEESLAEDVHTLLDSEEDDSIDSEDSMDGDMSSLLPVLYVEDGKAILRFSEIFGVREPLKKAGKRDC



RYIVPKEKYKSMDASDIVEEDEEKFMKTHCQDFSWMRPFHRKSDIFMSSFEGDSVKSGIVWESEKMSLGVDVNKKDSCGS
AEPMKDDLSVSNFAEWSSSFSTKFYPLDQEDWDDRIVWNNSPSSTDNFVESCELSGPDSDTVPDKDMDTIAEVQTPVPEI
QSEPHYKDRTSFLNRSSISVEPFGADRYSELTNLTTSENRSHPQLLRLESQVDKQNTNSGGVNDVATEAKLCSDAIRRFS
DLTLLNREVVEGSWLDNIVWEAHQSIVKPKLILDLQDEQMLFELSDAKDAKDLQLHAGAMIIARSFHPGGGDSVELHNHG
IVPAGRFNISNDKFYSNRKSSQQRSHSKKRTVHGLKVLHSVPALKLQTVKAKLSNKDLANFHRPKALWYPHDIEVPLKEQ
GKLAMQGPMKIIMKSLGGKGSKLHVDAEETIAAVKAKASKKLDFKLSEPVKIFFSGRELEDNKSLAEQNVHSNSVLHLIR
TKIYMLPRAQKLPGENKSLRPPGAFKKKTDLSVKDGHVFLMEYCEERPLLLGNAGMGARLCTYYQKSAPGDQMGNLLRNG
NNGFGSVVNLDPADKSPFLGDIKPGSSQSCLETNMYRAPIFQHKVASTDYLLVRSSKGKLSIRRIDRIDTVGQQEPHMEV
MSPGSKAVQIYIMHRVLVYMYREFHASKKRGLRPSVRVDELFSQFPTLSEAFLRKRLKSCADLQRGPNGHLLWVMKRNFQ
IPLEEELRRMVTPENVCAYESMQAGQYRLKRLGITRLINPSGLSSAMNQLPDEAIALAAASHIERELQITPWNLSSNFVS
CTNQDRENIERLEITGVGDPSGRGLGFSYVRATPKAPVSNAVVKKKAVVGKGSTVTGTDADLRRLSMEAARELLLKFNVS
EEQIAKLTRWHRIALIRKLSSEQAASGVKVDPTTVSKFARGQRMSFLQLQQQTREKCQEIWDRQAQSLCSGDGEENESES
EANSDLDSFAGDLENLLDAEEFEEGEEDNYDSKHETVDGVRGLKMRRHPLQTQAEEEIEDEEAEAAELCRMLMDDDEADR
KKKKKTRAVVEKEGLPFKSKFGPENADGIKKNNAVSKRIMQPEVSFVLTERITKDQNEGESLSAKKHLQGSLKAKKKNET
EQMGLLSKKVKILADGINVIKEKKSARDSFVCGACGQLGHMRTNKNCPKYGDDSDARLESIDLEKSSGRPSFADQAEQSQ
QKPFMKKLIPKNGTKFAASQAPEDDKPTFKAKVLKVKCGATDKIPDKQTPTTSQSSDRPMMSDAEIGNKSVPRKKIIIKQ
PKEIVNLDENSQDGSFGFDYRKTKKIAELSSFDKRQEHESRHFYEESSRMRDPEGSQSWMEGKRRAAERQQAERNRRVEK
MRLIDDQPAYELLRYEVAIRREREEEERKKAHAKKKMKRKAEVKDDYLDDIPPRRNDRRIADRERKVPRRAEIETPATKR
RRGGEVV*                                                                        
>Mgut_mgv1a015483m                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKLKHKKKKVKLSVLQYYKIDDSGKVQRLRKECPNAECGAGTFMANHFDRHYCGKCGLTYVYAKTAGD*   
>Acoe_001_00136                                                                 
MPTVSVKWQKEVFPAVEIDTSQPPLVFKCQLYDLTGVPPERQKIMVKGGLLKDDADWSTIGLKEGQKLMMMGTADEVLKA
PEKAIVFMEDLPEAEQAVAVGHTAGLYNLGNTCYMNSTIQCLHSVPELKSALTKYPGRTNELDQTTHLLTVATRELFNDL
DRSVQPVSPVRFLGELRKKYPQFAQMHNGTYMQQDAEECWTQLMYTLSQSLTVSDSRENIKAVKELFGVDLVSRVHCAES
GEESSEAESVYQLKCHISHEVNHLHEGLKHGLKTELEKVSPSLGRTAVYTKESRINDLPRYLTVQFVRFFWKRESSQKAK
ILRKVDYPLELDVYDLCSDELRKKLEGPRQVLRDEEGKKLGLKPSDKNSGSKDTDVKMNDAEGASNGSGETSNATSQEGV
PAKTEQLTGIYDLVAVLTHKGRSADSGHYVAWVKQENGEWIQFDDQNPIPQRQEDITKLSGGGDWHMAYICMYKARFVSG
MPTVSVKWQKEVFPAVEIDTSQPPLVFKCQLYDLTGVPPERQKIMVKGGLLKDDADWSTIGLKEGQKLMMMGTADEVLKA
PEKAIVFMEDLPEAEQAVAVGHTAGLYNLGNTCYMNSTIQCLHSVPELKSALTKYPGRTNELDQTTHLLTVATRELFNDL
DRSVQPVSPVRFLGELRKKYPQFAQMHNGTYMQQDAEECWTQLMYTLSQSLTVSDSRENIKAVKELFGVDLVSRVHCAES
GEESSEAESVYQLKCHISHEVNHLHEGLKHGLKTELEKVSPSLGRTAVYTKESRINDLPRYLTVQFVRFFWKRESSQKAK
ILRKVDYPLELDVYDLCSDELRKKLEGPRQVLRDEEGKKLGLKPSDKNSGSKDTDVKMNDAEGASNGSGETSNATSQEGV
PAKTEQLTGIYDLVAVLTHKGRSADSGHYVAWVSGSNLMTKIPYHSVRRTMPTVSVKWQKEVFPAVEIDTSQPPLVFKCQ
LYDLTGVPPERQKIMVKGGLLKDDADWSTIGLKEGQKLMMMGTADEVLKAPEKAIVFMEDLPEAEQAVAVGHTAGLYNLG
NTCYMNSTIQCLHSVPELKSALTKYPGRTNELDQTTHLLTVATRELFNDLDRSVQPVSPVRFLGELRKKYPQFAQMHNGT
YMQQDAEECWTQLMYTLSQSLTVSDSRENIKAVKELFGVDLVSRVHCAESGEESSEAESVYQLKCHISHEVNHLHEGLKH
GLKTELEKVSPSLGRTAVYTKESRINDLPRYLTVQFVRFFWKRESSQKAKILRKVDYPLELDVYDLCSDELRKKLEGPRQ
VLRDEEGKKLGLKPSDKNSGSKDTDVKMNDAEGASNGSGETSNATSQEGKFGKLFICNRPKCENRI              
>Acoe_002_00104                                                                 
MQIFVKTLTGKTITLEVEASDTIDNVKTKIQDKEGIPPYQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKIKHMKKKVKLAVLQFYKVDDLNGKVEKLRKECPNGDCGAGTFMANHFDRHYCGKCGLTYVYQKAGGD   
>Acoe_002_00241                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPTDTIDRIKERVEEKEGIPPVQQRLIYAGKQLADDKTAKEYNIEGGSVLHLVLALRGGL       
>Acoe_002_00655                                                                 
MERRIESGSCIATNEDEEMMIYIKVTKTIALGVNSSDTVDDVKAKFSNMEGVPVNMQKLFFSGNHLNSGNKLVDYDIQKG
STIQMFLGGLIGMKIQIKASWNGKMITVDVNNCDTIHNVKAKIQEIEGNASQMTLIYHGKELEDTRTLASYNIPTACTLY
AVLCGGDVIQIYIITPNRRNPQLEVKPWYSVGSVKTMIESIVSIPADQQKLVFAGKPMEDGKTLAHYHIQNASTLRMVPI
VTIFVQILGGKRIKLDLESSDTIGIVKRKIQETEFIPQNEQVLFFHGLKLEDWLDLTYYKIQKESTLQLVIHCSDRMQIF
LKNLQGKTITLDVLKSDTIDSLRVKIEDKEGIPQDRQKLTFAGKLLVSGCTLADYNIQNESTLNLDLRICRYIQHV    
>Acoe_003_00392                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKIKHKKKKVKLAVLQFYKVDDSGKLAKLRKECPNAECGAGTFMANHFDRHYCGKCGLTYVYQKAGGE    
>Acoe_003_00594                                                                 
MILRSPDKEPVRIILLILLKMQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGRTLADYNIQEEST
LRHVLRLRGGMQIFVKTLTGKTITLEQLEDSRTLANYNIQKESTLHLELRLRGGMQIFVKTMTGKTITLEVESSDTIDNV
KTKFQDKEKIPPDQQFFFYAGKQLEDGRTLAGYNIQEESTLYLVFRLRCDCREQ                          
>Acoe_004_00207                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGIIEP
SLMALARKYNQDKMICRKCYARLHPRAVNCRKKKCGHSNQLRPKKKIK                                



>Acoe_004_00413                                                                 
MKKHAYKRGFENKRNEEIGWELRPGGMLVQKRIDGVGALGPIIKIKVSHGSYQHEINVPAQSTFGDLKKLLASETGLEPK
EQRLLFRGKEKEDEDCLHMVGVMDMSKVVLLEDPASRERKLQAGKKDTGISKACEAISKVRAEVDKLTKKVSALESTMHN
GTKVAEKEFSILTELFMIQLLKLDSIMAEGEAKDQRRIEVRRIQSFVETLDILKSKNSNPFSIGSSAVSVTTKWQKFESG
VGSLSAPMRTGSTTVTKDWELFD                                                         
>Acoe_005_00348                                                                 
MKLTVMTSDEQFITLDVDPDESVENLKALLEVETRVPLQHQQLLIDGNVMLNSKKLTALGIKDGDLISMHKHVPASPPSN
DLSLNPDGSAVNPGAFQQQLRQDSNLMTQLLQNDPELAQAVLGSDLNTLQQLLRERHQQRSELRRKQEEEMALLDADPFD
VEAQRKIEAAIRQKGIDENWAAALEHNPEAFARVVMLYVDMEVNGVPLKAFVDSGAQSTIISKSCAERCGLLRLLDERYK
GVAHGVGQSEILGRIHVAPIKIGNVFYHCSFVVLDSPNMEFLFGLDMLRKHQCIIDLKDNVLRVGGGEVSVPFLQEKDIP
SRFLDEERYSKNDAASASEASGTREKNISSVPAGGQSSGVARSGSTQGPDYEAKVTKLVELGFERGAVIEALRLFNGNEE
MAASYLFGG                                                                       
>Acoe_005_00454                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKDPPFTLSSVFVVVFKLLSMQIFVKTLTGKTITL
EVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVES
SDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTI
DNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVK
AKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQ
DKEGIPPDQHVSSLLGNSWRMGALLLTTTSRRSPPFTLSSVFVVVFKLLSMQIFVKTLTGKTITLEVESSDTIDNVKAKI
QDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKE
GIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPP
DQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQR
LIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQPASHL
CWETVGGWAHSCMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLH
LVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLR
LRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGG
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQPSHLCWETVGGWAHSCMQIFVKTLTGKTITLEVESSDTIDNVK
AKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQ
DKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEG
IPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPD
QQRLIFAGKQLEDGRTLADYNIQKESLPCTWFCVCVVVCRSLLRPSLGRPSLWRWRVLTPSIM                 
>Acoe_005_00562                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGFMQIFVKTLTGKTITLEVESSDTI
DNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVK
AKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQ
DKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEG
IPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGF                                      
>Acoe_005_00617                                                                 
MQIFVKTLTCKTITLEVESSDTIDNVKTKIQDKEEIPPDQQRLIFAGKQRNADLCKDLTEKIITMEVESSDTSDNLKDKI
QDNPGQQRLIFVGKQLEDGHTLANYNIQKESSLDLVLLLHGGFKCAL                                 
>Acoe_006_00107                                                                 
MLSVVVFKASFFLMFIFSAFQMLLFVQSNTGTGLETLCVNAELEDTTQSLKAQISVMMNTQVDELTLAYNDEILNDGLKL
SNYGIVHESTIDCQITKRDDLNISDEGKVTGNESQGTVGNTGNESQGTVGNTEVSAQDEPVSIPIKENVLKFKAPRRAIP
KSASFSGDGADSEQLLIARLKAEKEEKVFQSKLAAAIAKSHVVKYVSSEQEARDFLKAHTRFVAIVLPEQSFDKLLKVCL
PASEAFNVAFVITHDETAARTLLHSDEIIGHCYVDSQKVTLYGTCVLVLIVHVFLLVCSLWVIEMLNLLLSFFETDSKLL
ETRQVFKFLRKIRGIEGANKSFMLSVVVFKASFFLMFIFSAFQMLLFVQSNTGTGLETLCVNAELEDTTQSLKAQISVMM
NTQVDELTLAYNDEILNDGLKLSNYGIVHESTIDCQITKRDDLNISDEGKVTGNESQGTVGNTGNESQGTVGNTEVSAQD
EPVSIPIKENVLKFKAPRRAIPKSASFSGDGADSEQLLIARLKAEKEEKVFQSKLAAAIAKSHVVKYVSSEQEARDFLKA
HTRFVAIVLPEQSFDKLLKVCLPASEAFNVAFVITHDETAARTLLHSDEIIGHCYVDSQKVTLYDSKLLETRQVFKFLRK
IRGIEGANKSFMLLFVQSNTGTGLETLCVNAELEDTTQSLKAQISVMMNTQVDELTLAYNDEILNDGLKLSNYGIVHEST
IDCQITKRDDLNISDEGKVTGNESQGTVGNTGNESQGTVGNTEVSAQDEPVSIPIKENVLKFKAPRRAIPKSASFSGDGA
DSEQLLIARLKAEKEEKVFQSKLAAAIAKSHVVKYVSSEQEARDFLKAHTRFVAIVLPEQVFSCIQLLLSISVLFFFSLI



FVSKTCLIIFRVLTSFSKFVFQHLKRLMWPLLLHMMRLLPGHCYTLMRMLLFVQSNTGTGLETLCVNAELEDTTQSLKAQ
ISVMMNTQVDELTLAYNDEILNDGLKLSNYGIVHESTIDCQITKRDDLNISDEGKVTGNESQGTVGNTGNESQGTVGNTE
VSAQDEPVSIPIKENVLKFKAPRRAIPKSASFSGDGADSEQLLIARLKAEKEEKVFQSKLAAAIAKSHVVKYVSSEQEAR
DFLKAHTRFVAIVLPEQFVFQHLKRLMWPLLLHMMRLLPGHCYTLMRMLLFVQSNTGTGLETLCVNAELEDTTQSLKAQI
SVMMNTQVDELTLAYNDEILNDGLKLSNYGIVHESTIDCQITKRDDLNISDEGKVTGNESQGTVGNTGNESQGTVGNTEV
SAQDEPVSIPIKENVLKFKAPRRAIPKSASFSGDGADSEQLLIARLKAEKEEKVFQSKLAAAIAKSHVVKYVSSEQEARD
FLKAHTRFVAIVLPEQHLKRLMWPLLLHMMRLLPGHCYTLMRMLLFVQSNTGTGLETLCVNAELEDTTQSLKAQISVMMN
TQVDELTLAYNDEILNDGLKLSNYGIVHESTIDCQITKRDDLNISDEGKVTGNESQGTVGNTGNESQGTVGNTEVSAQDE
PVSIPIKENVLKFKAPRRAIPKSASFSGDGADSEQLLIARLKAEKEEKVFQSKLAAAIAKSHVVKYVSSEQEARDFLKAH
TRFVAIVLPEQIPSCWRHARFLNF                                                        
>Acoe_007_00879                                                                 
MANDGDSGDTSETGFGEEVTINIRCSNGTKFSVKTGLKSTVEAFKALLAQNCEVPAAQQRLIYKGRILKDDQTLESYSLQ
ADHTVHMVRGLPAASTNTTGAANLGGPNTTPGVTRGVGSNEGGGLGGAGLGASLFPGLGINGLGGNGGSGGLFGAGLPEF
EQVQQQLTQNPNMMREIMNMPAIQSLMNNPDIMRNMIMSNPQMREIIDRNPELAHILNDPNTLRQTLEAARNPELMREMM
RNTDRAMSNIESSPEGFNMLRRMYETVQEPFLNATTLSGEAGNDMGANPFSALLGNQGVAQGRDGSNPSNTGSETTTGSP
VPNTNPLPNPWSNGGVSNVVAATGGAQTNTTPRSSPATPGGIAGLGGLGLPDMGRMFGGTQDLSQLNQLMQNPAMSQMLQ
SVLSNPQYMNQIVNHNPQLRSMLDSNSQLREMMQNPEFLRQLASPETMQQVMSLQQSLLSTLGRQQSNPEAGQTVGATGT
GTPNNMGLDLLMNMFSGLGAGGMAVPNTPNVPPEELYATQLTQLQEMGFFDTQENIRALSATAGNVHAAVERLLGNPGQM
ANDGDSGDTSETGFGEEVTINIRCSNGTKFSVKTGLKSTVEAFKALLAQNCEVPAAQQRLIYKGRILKDDQTLESYSLQA
DHTVHMVRGLPAASTNTTGAANLGGPNTTPGVTRGVGSNEGGGLGGAGLGASLFPGLGINGLGGNGGSGGLFGAGLPEFE
QVQQQLTQNPNMMREIMNMPAIQSLMNNPDIMRNMIMSNPQMREIIDRNPELAHILNDPNTLRQTLEAARNPELMREMMR
NTDRAMSNIESSPEGFNMLRRMYETVQEPFLNATTLSGEAGNDMGANPFSALLGNQGVAQGRDGSNPSNTGSETTTGSPV
PNTNPLPNPWSNGGATGGAQTNTTPRSSPATPGGIAGLGGLGLPDMGRMFGGTQDLSQLNQLMQNPAMSQMLQSVLSNPQ
YMNQIVNHNPQLRSMLDSNSQLREMMQNPEFLRQLASPETMQQVMSLQQSLLSTLGRQQSNPEAGQTVGATGTGTPNNMG
LDLLMNMFSGLGAGGMAVPNTPNVPPEELYATQLTQLQEMGFFDTQENIRALSATAGNVHAAVERLLGNPGQMANDGDSG
DTSETGFGEEVTINIRCSNGTKFSVKTGLKSTVEAFKALLAQNCEVPAAQQRLIYKGRILKDDQTLESYSLQADHTVHMV
RGLPAASTNTTGAANLGGPNTTPGVTRGVGSNEGGGLGGAGLGASLFPGLGINGLGGNGGSGGLFGAGLPEFEQVQQQLT
QNPNMMREIMNMPAIQSLMNNPDIMRNMIMSNPQMREIIDRNPELAHILNDPNTLRQTLEAARNPELMREMMRNTDRAMS
NIESSPEGFNMLRRMYETVQEPFLNATTLSGEAGNDMGANPFSALLGNQGVAQGRDGSNPSNTGSETTTGSPVPNTNPLP
NPWSNGGATGGAQTNTTPRSSPATPGGIAGLGGLGLPDMGRMFGGTQDLSQLNQLMQNPAMSQMLQSVLSNPQYMNQIVN
HNPQLRSMLDSNSQLREMMQNPEFLRQLASPETMQQVMSLQQSLLSTLGRQQSNPEAGQTVGATGTDLLMNMFSGLGAGG
MAVPNTPNVPPEELYATQLTQLQEMGFFDTQENIRALSATAGNVHAAVERLLGNPGQMANDGDSGDTSETGFGEEVTINI
RCSNGTKFSVKTGLKSTVEAFKALLAQNCEVPAAQQRLIYKGRILKDDQTLESYSLQADHTVHMVRGLPAASTNTTGAAN
LGGPNTTPGVTRGVGSNEGGGLGGAGLGASLFPGLGINGLGGNGGSGGLFGAGLPEFEQVQQQLTQNPNMMREIMNMPAI
QSLMNNPDIMRNMIMSNPQMREIIDRNPELAHILNDPNTLRQTLEAARNPELMREMMRNTDRAMSNIESSPEGFNMLRRM
YETVQEPFLNATTLSGEAGNDMGANPFSALLGNQGVAQGRDGSNPSNTGSETTTGSPVPNTNPLPNPWSNGGATGGAQTN
TTPRSSPATPGGIAGLGGLGLPDMGRMFGGTQDLSQLNQLMQNPAMSQMLQSVLSNPQYMNQIVNHNPQLRSMLDSNSQL
REMMQNPEFLRQLASPETMQQVMSLQQSLLSTLGRQQSNPEAGQTVGATGTGMGDILVTVILVARCVCVCVDLMCRITYC
CL                                                                              
>Acoe_009_01057                                                                 
MQIFVKTLTGKTITLEVESSDTIDNLKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVENSDTIDNLKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVENSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTVTLE
VESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGF                   
>Acoe_009_01059                                                                 
MQIFVKTLTGRERPLLLRLRAKIQDKEGIPPDQRRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGK
TITLEVESSDTIDNVKVKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITL
EVESSDTIDNVKAKIEDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTVTLEVES
SDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTVTLKVESSDTI
DNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRGGLVNHVTN                                        
>Acoe_011_00304                                                                 
MLTTLSILPLPAPSLDRNHLGSLSLSASSQVSDNIQLNVYSNPTGLRVASIPTHTKTIGIIYPPLDIRNIADKTAQFVAN
NGLNFERKIIANNAGNAKFNFLNISDPYNAYYQHRLSEFRTQVQPTPIPQAGDLEGSAAVTATVTKSDLSAQFRSVCKVL
EPPESEHYTVRLLDGITSEELDIIKLTAQFVAQNGSKFWKELTTREVTNPQFQFLKPTHSMSKFFTSLVDVYSRVLMPPK
GLSDKLRRSVADITTVYEHCLNRLEWEQSQEQARQKAEDEVEYERMQMAMIDWQDFVVVEQIEFADDEDEELPSPMTLEE
VIRRGKASAMEEDLLEVIETGNEADMEMDEEEVQLVQEGMKASIFEENDEEKTNERITTATEEPEASMRIVKNWKRPEER
VPAERDPRNFVVSPITRELIPINEMAEHMRISLIDPKYKEQKERMMAKIRETTLAQDDEISTNIVGLARTRPDIFGTTEE
EVSNAVKAEIEKKKEEQPKQVIWDGHTESIGRTANQAMSQNIFREDQTDAANNESRGFPGASAPPPRHGMPSVRPLPPPP
GLSPNMPHMFLPNGLQYTAPTGRHPGHLQPSLPMMTINASVRPPPPPILMTCGQQTFMMRPPPLPLPQSISTNLPNIPVQ
PPPGSQFTPPSGPRSFTPYPIPEPSMNMIPPPPLPQGMLPPPPEEAPPSLPDEPKPKRQRVDDSSLIPEDQFLAQNQGPV
CITISVPNVNEGNLKGQLLEIPIQSLSETISSVKEKIAGEVQLPANKQKLSGQAGFLKDNVSLAYYNIGAGETLTLVLRE



RGGRKK                                                                          
>Acoe_011_00339                                                                 
MQIFVKNLKGKTITLEVESSDTIDNVNAKIQDKEEIPPDQQRLIFAGKQLEDGRTLGDYNIQKESTLHLVLRLRGGLIEP
SLKALALKYREKKMICRKCYARLHPRAVNCRKKKCGHSNQLRPKKKGKYN                              
>Acoe_011_00367                                                                 
MVKLRSLRFSISRSNNSKLNVGISSEQGGNGCKGGGGEIKWELRPGGMLVQKREDGGSLGEALIKVRVSTVSRWHDISIE
ATSTFGELKMILALVTGLEPREQRLLYRGKEREDGDYLHMVGVKDMDKVLLLEDPAIKERKLHALAMARNQVIGGNNPCC
TIKV                                                                            
>Acoe_011_00577                                                                 
MDVRFYEFASGRDFMIEIGYFDTVQEIKEKIQKYEGIPTSSQTLIFKGQVMVDDRDTVFYEILHNSQIQLLVKREPSSSS
KSIVKKEESSSSTTSSSSSSVLQIIIKIPNLKKQFSIDMEVTDSVNKLKEKIHVAGRLPLNRLSVIFNGNELTDNRSLEE
YGITNLSEIIAILRPSPSSTPPSNNNGNSAKRLKLMVLPKGGAQKIQVEVNSTDNVGELKKELQRLQQQMNLSLPNEGYF
FIYKQNVMDDDRTFRWHEVKQGETIEIFNGSVTGGS                                            
>Acoe_011_00578                                                                 
MDVRFYEFTSGREFTIEVGYFDTIQEIKEKIQKYEGISTSRQTLIFKGQIMVDECDTVFYEILHNSQIQLLVMREPSSSK
PIKKEEESS                                                                       
>Acoe_012_00099                                                                 
MKIVVRILANIDKDTSLEVQSSDTVGDLKTAIHEKEGILKHDQLLVFDDCLLLDDDATLSDCHFTDSCVVYLLLSAEPGE
GSNVPTDGVQDQRNVGLELVDPAINLEAIEQFREDWRSEINENRRLKEAELQSQLAEKEKKFIQSEINTKVPLPEVNTKL
PLPEVKEKLLFFPVPQKGLAKAAASSEEQLTHARPF                                            
>Acoe_013_00086                                                                 
MSTASVARRIVNESVTSPGCFGGALCTLNESILIYLTVGGSTIPMQVLESDSIASVKLRIQTCKGFVVRKQKLVYDGREL
ARNDSRVRDYGVTDGNVLHLVLRLSDLQFITVRTACGKEYEFHVEKSRNVGYVKQQIAKKGKGFVDVKEQELICNGEKLD
DQWLIDDICKNNDAVIHLLVQKSAKVRAKPVDKSFELSIVAQNSNGRSYDEEEVVEEGEKQWSKEYDELQVITRKPPDRD
IWLEPVIVNPKIELSSVIRDMINSSFAGLKMGNQPIRSSEGSGGAYFMQDLSGDKIVSVFKPIDEEPMAVNNPQGLPLSV
DGEGLKRGTIVGEGAFREVAAYLLDHPKSGPRSFSGEDIGFAGVPPTTMVKCLHPGFNHPEGFESTTKNMKIGSLQMFVK
NNGSCEDIGPRAFPVQEVHKISVLDIRLANADRHAGNILLGKGEDDQTVLIPIDHGYCLPENFEDCTFEWLYWPQAREPY
SPDIIEYIKSLDAEQDIALLKFYGWDLSVQCARIFRISTMLLKKGAERGLSPFTIGSIMCRVTLKKESMIEEIVHEARDS
VLPGSSEVAFLESISQIMDRRLDGLTI                                                     
>Acoe_013_00527                                                                 
MQIFVKTLTGMTITLEVETSDTIDNVKAKIQDKERIPLDQQRFIFAGKQLEDGRTLADYSIQKESTLHLVST        
>Acoe_013_00891                                                                 
MSRPTTRNKNKRHKPEDDNGIASGVLRKIHLTGEVTTDDIHQLYMIRKPVCQGCRLNSKDNPNCFCGLIPPPNGTRKTGL
WQKMSDIILSFGPDPCMELREITETPAGLTNLGATCYANSILQCLYMNTSFREGVFSVESDLLGQLPVLDQLARLFVQLH
SCRRAFIDSGPFIKTLALDNGVQQDSHEFLTLLLSLLEQSLSHSQVPKARTIVQDLFVGSVSHVTRCTKCGQESEASSKM
EDFYELELNIKGLKTLHDSLEDYLSLEELCGENQYFCESCKARVDATRCIKLRTLPDFLNFQLKRCVFHPKTTTKKKLTS
LFSFPGVLDMGQKLCEPSQLELVYDLTAVLIHKGTTVNSGHYVAHIKDERTGTWWEFDDELVTKLGAHPFGEGSSTAKIC
QPVSDVEPPPSEQIDSLSNGNHTNNDQLKSSENKSIYCGETFSSSDAYMLMYTRRNTKHSDRRCTELNNSGQLISEADSD
FLPSHLLEEVRKVNASYNKACEEYDQKKAKELDIIKERREEVRSILSDAPVPSFEEQFFWIATDWLRQWADNVTPLLLDN
TPIQCCHGKVPVSKVGLIKRVSDKAWSRLLSKYGGGPTLTDSDICGNCLMDGANTIVRSDDYRSQREAMREIAEDAHAGK
TLAGTLYYVSKRWLSQWLRRKHVDFPCEADIGPTASIRCPHGELMPEQAAGAKRVLVPESLWRFLLDTANTLKPDDPMSC
SAFPSDSDTCAICSVERTQVACLEDSLRAQKIKQRVNHEKLYLEKKIPLSPGCRYYMLPSSWITKWRSYIAASGKNISSS
AEPDSLDSVIDSLKCHKHSKLLERPPDLICKRGAIFQKTSPADGFTIITESDWKFFCDDWEGTEWDGISAEIEFSNLGAS
KVIGSCEDMPISEAHLGSSKDEVNDELESREPIIKTVPEVCEECVGEKESHKLVQRLQYCNEDISVYFVRGKEVPKSILE
ASQAISEPDRRISKRSRKTSCGNSINLTVSGSTSIYQLKMMIWESFGVVKENQILHKGHKVIEGESATLADMNIFPGDVL
WIKDSEIHENRDIADELSEQKMEIQPTEEGFRGTLLTSNISAQLAFLEMSRPTTRNKNKRHKPEDDNGIASGVLRKIHLT
GEVTTDDIHQLYMIRKPVCQGCRLNSKDNPNCFCGLIPPPNGTRKTGLWQKMSDIILSFGPDPCMELREITETPAGLTNL
GATCYANSILQCLYMNTSFREGVFSVESDLLGQLPVLDQLARLFVQLHSCRRAFIDSGPFIKTLALDNGVQQDSHEFLTL
LLSLLEQSLSHSQVPKARTIVQDLFVGSVSHVTRCTKCGQESEASSKMEDFYELELNIKGLKTLHDSLEDYLSLEELCGE
NQYFCESCKARVDATRCIKLRTLPDFLNFQLKRCVFHPKTTTKKKLTSLFSFPGVLDMGQKLCEPSQLELVYDLTAVLIH
KGTTVNSGHYVAHIKDERTGTWWEFDDELVTKLGAHPFGEGSSTAKICQPVSDVEPPPSEQIDSLSNGNHTNNDQLKSSE
NKSIYCGETFSSSDAYMLMYTRRNTKHSDRRCTELNNSGQLISEADSDFLPSHLLEEVRKVNASYNKACEEYDQKKAKEL
DIIKERREEVRSILSDAPVPSFEEQFFWIATDWLRQWADNVTPLLLDNTPIQCCHGKVPVSKVGLIKRVSDKAWSRLLSK
YGGGPTLTDSDICGNCLMDGANTIVRSDDYRSQREAMREIAEDAHAGKTLAGTLYYVSKRWLSQWLRRKHVDFPCEADIG
PTASIRCPHGELMPEQAAGAKRVLVPESLWRFLLDTANTLKPDDPMSCSAFPSDSDTCAICSVERTQVACLEDSLRAQKI
KQRVNHEKLYLEKKIPLSPGCRYYMLPSSWITKWRSYIAASGKNISSSAEPDSLDSVIDSLKCHKHSKLLERPPDLICKR
GAIFQKTSPADGFTIITESDWKFFCDDWEGTEWDGISAEIEFSNLGASKVIGSCEDMPISEAHLGSSKDEVNDELESREP
IIKTVPEVCEECVGEKESHKLVQRLQYCNEDISVYFVRGKEVPKSILEASQAISEPDRRISKRSRKTSCGNSINLTVSGS
TSIYQLKMMIWESFGVVKENQILHKGHKVIEGESATLADMNIFPGDVLWIKDSEIHENRDIADELSEQKMEIQPTEEGFR
GTLLTSNISAQVI                                                                   
>Acoe_014_00146                                                                 
MATEAAVASSSSVSEEEITLTVKWSGKEYTVRVCGDDSVGELKRRICEVTNVLPKRQKLLYPKVGSKLSDDSFLLSQIPL



KSSLKMTMVGTVEDEILIDQVDAPEIIDDFELGKEEAVDIKDKEVNKNKLRRRISQYKIELLNPCREGKKLLVLDIDYTL
FDHRSTAENPLQLMRPYLHEFLTAAYAEYDIIIWSATGMKWVELKMGQLGVLNNPNYKITALLDHLAMITVQSDSRGIFD
CKPLGLIWAHFPEFYNSKNTIMFDDLRRNFVMNPQNGLAIRPFRKAHANRGSDQELVKLTRYLLAIADLSDLSALDHRDW
ERYAEVDNAKRRRHTMATEAAVASSSSVSEEEITLTVKWSGKEYTVRVCGDDSVGELKRRICEVTNVLPKRQKLLYPKVG
SKLSDDSFLLSQIPLKSSLKMTMVGTVEDEILIDQVDAPEIIDDFELGKEEAVDIKDKEVNKNKLRRRISQYKIELLNPC
REGKKLLVLDIDYTLFDHRSTAENPLQLMRPYLHEFLTAAYAEYDIIIWSATGMKWVELKMGQLGVLNNPNYKITALLDH
LAMITVQSDSRGIFDCKPLGLIWAHFPEV                                                   
>Acoe_016_00085                                                                 
MGSNGTDEVMVAGVDEAECSETTVEIKIKTLDSQTYTLRVNKRVPVPELKEQIETVTGVGSELQRLICRGKVLKDDQLLS
AYHVEDGHTLHLVVRQPIPPPPTGSESLPDHPESDPAASMGQTGVSHRVLLGSFNVADPGDGNIPDIGRLISAVLGSIGL
NNIGGSSEGSEQMEPGPDRLQRTSGSSVMSESNQPQQDQPTARVQFDPLHGAFGLPTTSSMGALQPPVIPDSLTTLLQYL
THLRHEFTSIGGVQSSINAEQELTPALSSDVGQVGLPTAASLAEVMLSTRQLLTLQAGERLFELARQLQDQANLTSPLMR
NSIQTSAMRMGIALQNLGTLLLELGRTTMTLRMGQTPSDAVVNAGPAVFISTSGPNPIMVQSLQPGAGFGGSSMGTMNAG
SGLFGGTIGSGLFPRNIDIRIRAGPSMSAGNVNQGEQITAQQSPAQTGPERAPNSTGSVHQQGPGVSGGASLIGEAGVRV
LPLRTVVATVPVVGRPTTNSSGSSMGLLYPLLARVQHVSSGQSNDARGAQASGGHNQRIPETSAMQQNASIGADIRTENP
ALASLFPTHPTATVSDINSPHIILQIQQQAELQIPNLQRADAVDAFITQQSGQPRHREASATQTLRSDQLHTESAYTQRG
NNIGTDTHDTQPRFGTDEGIFLSRLLHQIMPIISQTSVPETNGVHASENGNSQQASVQTDYEPCAGTSRPRDDHPETSPS
SKRQKKEMGSNGTDEVMVAGVDEAECSETTVEIKIKTLDSQTYTLRVNKRVPVPELKEQIETVTGVGSELQRLICRGKVL
KDDQLLSAYHVEDGHTLHLVVRQPIPPPPTGSESLPDHPESDPAASMGQTGVSHRVLLGSFNVADPGDGNIPDIGRLISA
VLGSIGLNNIGGSSEGSEQMEPGPDRLQRTSGSSVMSESNQPQQDQPTARVQFDPLHGAFGLPTTSSMGALQPPVIPDSL
TTLLQYLTHLRHEFTSIGGVQSSINAEQELTPALSSDVGQVGLPTAASLAEVMLSTRQLLTLQAGERLFELARQLQDQAN
LTSPLMRNSIQTSAMRMGIALQNLGTLLLELGRTTMTLRMGQTPSDAVVNAGPAVFISTSGPNPIMSLQPGAGFGGSSMG
TMNAGSGLFGGTIGSGLFPRNIDIRIRAGPSMSAGNVNQGEQITAQQSPAQTGPERAPNSTGSVHQQGPGVSGGASLIGE
AGVRVLPLRTVVATVPVVGRPTTNSSGSSMGLLYPLLARVQHVSSGQSNDARGAQASGGHNQRIPETSAMQQNASIGADI
RTENPALASLFPTHPTATVSDINSPHIILQIQQQAELQIPNLQRADAVDAFITQQSGQPRHREASATQTLRSDQLHTESA
YTQRGNNIGTDTHDTQPRFGTDEGIFLSRLLHQIMPIISQTSVPETNGVHASENGNSQQASVQTDYEPCAGTSRPRDDHP
ETSPSSKRQKKE                                                                    
>Acoe_016_00369                                                                 
MKLTVKTLKGSQFEIRVQPNDTIMAVKKNIEDVQGKDNYPCGQQLLIHHGKVLKDETTLEDNQVSEDGFLVVMLSKSKSM
GSSGGSSAQPAPPAPAATAATPVPAATPATPVPAATPATPVPAATPATPVPAATPAAPVPAAVPQAPVPADAYGQAASNL
VAGGNVEQIIQQLIDMGGGNWDKDTVTRALRAAYNNPERAVDYLYSGIPEQVAVPVPTFPSNQESGGADPTTETGLPGAA
PASGVPNSSPLNLFPQEALSTGPAVGDGSLDFLRNNQQFQTLRSMVQANPQILQPMLQELSKQNPQLLRLIQEHHAEFLQ
LINEPVEGAEGDLFEQADQDMPHAISVTPAEQESIERLEAMGFDRTLVIEAFLACDRNEELAANYLLENAGDYEDMKLTV
KTLKGSQFEIRVQPNDTIMAVKKNIEDVQGKDNYPCGQQLLIHHGKVLKDETTLEDNQVSEDGFLVVMLSKSKSMGSSGG
SSAQPAPPAPAATAATPVPAATPATPVPAATPATPVPAATPATPVPAATPAAPVPAAVPQAPVPADAYGQAASNLVAGGN
VEQIIQQLIDMGGGNWDKDTVTRALRAAYNNPERAVDYLYSGIPEQVAVPVPTFPSNQESGGADPTTETGLPGAAPASGV
PNSSPLNLFPQEALSTGPAVGDGSLDFLRNNQQFQTLRSMVQANPQILQPMLQELSKQNPQLLRLIQEHHAEFLQLINEP
VEGAEGDLFEQADQDMPHAISVTPAEQESIERVWPISYLLLQFSFFFFVTI                             
>Acoe_019_00109                                                                 
MVFIKTPSNKTLNLNLNPNSTTLETLKQTIQQKTQIPIQFQHLYLSTKPLHGSESFPISTFNIQFDSTLTLRLQLLGGMQ
APVAPKPRLEFLNSKPPANYVAGLGRGATGFTTRSDIGPARAAPDLPDRSATTIGGAAAAVVGPVGRGRGKGGAVAAEEE
DDDDAEEKGYDENQKFDEFEGNDVGLFASAEYDEDDKEADAVWEAIDKRMDSRRKDRREAKLKEEIEKYRASNPKITEQF
ADLKRKLCEVKPSEWENIPDIGDYSFRNKKKRFESFVPVPDTLLEKARKEKEHVTALDPKSRAVGGTETPYSQTPVTDLT
AVGEGRSTVLSMKLDKLSDSVSGLTVVDPKGYLTDLKSMKINSDADISDIKKARLLLKSVIQTNPKHPPGWIAAARLEEV
AGKIQAARQLMQKGCEECPNNEDVWVEACRFANPDEAKAVIAKGVKAIPNSVKLWMHAANLEHDDGNRSKVLRKALEHIP
DSVRLWKAVVELANEEDARLLLQRAVECCPLHIELWLALARLETYDNAKKVLNKAREKLSKEPTIWITAAKLEEANGNTS
MVGKIIERGIRSLQREGLDIDRELWMKEAEAAERAGSVVTCQAIISNTIGIGVEDMDRKRTWVADAEECKKRGSIETARA
IYQHALTVFLTKKSIWIQAAQLEKSHGTRESLDALLRRAVTYRPQAQVLWLMGAKEKWHSGDVPAARAILQEAYAAIPNS
EEIWLAAFKLEFENNEPERARMLLAKARERGGTERVWMKSAIVERELGNTTEERRLLEEGLAKFPLFFKLYLMLGQLEDR
HGHLEEAKKAYDDGLEHCPRCIPLWLSRASLEERTNGLSRARAILTKARNKIPKNAELWLAAIRLELRHGIKKEADTLMS
KALQECPTSGILAAADIEMAPRPKRKIKSSDALKRCPDVHVLAAVAKLFWVDRKVDKARLFFNRAVNSDPDFGDYWAMFY
KFELKYGNEDTQKDVMNRCKAAEPKHGEKWQAISKAVENSHLKTEAILMKTVVALGKDESAADTK               
>Acoe_020_00028                                                                 
MLGSLPILPLPAPPSDGNLGPLPASQVPENTQSNEVSAQTPAAAPAATVATHTKTIGMIHPPLDIRNIADKTAQFVAKNG
PDFERRIIANNAGNAKFNFLNSSDPYNAYYQHRLAEFRTQVQQAPGSAGDDSEASAAAAVASSTDGNDSGAAAVAEATKP
DPSAQFRPVRRVLEPPEAEQYTVRLPEGITSEELDIIKLTAQFVARNGKNFLTGLTTREITSPQFHFLKPTHSMFPFFTA
LADAYSKVLMPPKGLTDKLKRSVADMTTVLERCLHRLEWERSQEQARQKAEDEIEQERMQMAMIDWHDFVVVEQIEFADD
EDEELPPPMTLEEVIRRSKVSSMEEDLPDVIETGKEADMEMDEEEVQLVQEGMKAATLEENGEEKKNERKTAAPEEPEAP
MRIVKNWKRPEERIPAERDPTKFVVSPITGELIPISEMAEHMRISLIDPKYKEQKERMMAKIRETTLAQDDEISRNIVGL
ARTRPDIFGTTEEEVSNAVKAEIEKKKEEQPKQVIWDGHTGSIGRTANQAMSQNISGEEQIDAASNEARALPGAAAPPPR
PGMPSIRPLPPPPGLSLNMPRMLLPNGMQYSAPPGGHPVLPQPRPPMMTMNSSVRPPPPPMPMTSGQQAYMMRPPPPPLP
QSMSMNLPNIPVPPPPGSQFTPLGGPRSFTPLPIPPPSMNMIPAPPLPQGMPPPPPEEAPPPLPDEPEPKRQRVDDSLLI



AEDQFLAQHPGPVRITISVPNVDEGNLKGQLLEITIQSLSETISSVKEKIAGEVQLPANKQKLSGRAGFLKDNMSLAYYN
IGAGETLTLALRERGGRKR                                                             
>Acoe_022_00342                                                                 
MAMYIRVKRDRTTYFVQCDPTETILDIKQKLHGLIDQPVTDQRLILVSSGEVLDDSKTMADQKVENDAVVALTLRKDDKE
FEDVSILQPDDDFYHSRDGDGASWFGCDKIQVGCKCISLVICGHAAEFGNINIDKHRLYLVLPFG               
>Acoe_026_00238                                                                 
MSDENSNGGASTSNLTAETESSESAVEINVKTLDSQIYRFRVERNMSVPSLKEKVASASGVPVEQQRLIFRGKVLKDDQL
LSEYHVEDGDTLHLVVRQLVQSQTPSVTNSGESGVTTDNRGNDASTGTSRNRVGISHSVVLGSFNLGDQGGEGSGSDLSR
IIGAVLNSIGIGNSNPIGGALNSSSGVPSNASTQPPQGVEIDATRGHIGGRSQAGNQMPAANHPSQSAQQTSPFPFRSGA
VLVPSPQMPIPDALHTLSEFINRMELALSATGYWPSPSPANAEGAQGGDFPSNTRGMPTPEALSVILRRAQHLISGHAIA
ALSHIAERLEREGSSTDSAVRNQIQTESVQVGLAMQHLGSLLLELGRTTLTLRMGQSPAESMVNAGPAVYISPSGPNPIM
VQPFPLQTSSLFGGSASSPANFGIMGSGDALRNVNIHIHAVGSRATNGEHTHQERPNGSNSGGPGSTRGLPVRNIIAAAV
PSRSVNAVHSHGRTLQNNESQAVPAQSPGIVASSTTQSSVEPVSQSPSESASIPTLVAEINAQMRNILDNTRGPSGQSED
STHHGNDQQENLAVNGAEDTGDSMTGSNSEKGEQKQPECHQHTNEGEIGGSCSLKEASPSSSTGIISSSPGGETTSTCKS
EESFEEGSKSGPSHDPPGAEKAVPLGLGLGGLQPKRRSRQMRSQKNVSGTDRVPPANESQQSIACGQQFLQSLVSHGSNA
NASDANGPSGQLRPAFGQSMPAGRPASNDQLDAASMMSQVLNSPALNGLLAGVSQQAGIGSPNGLRNMLEQFTQSPSMRN
TLNSIVQQIDGQELSNFAGMGRGQGGGIDLSRMVQQMMPIVSQALTRTPTIPEPYGLDSGEQRLSDMGGEIRDDRPNQIS
QIDLQGVAQSIERNDPPGEIFRTVVEQTASLCSGGGSQELVEELCNDEDLANAFMEMLHRSMRQGLMSDENSNGGASTSN
LTAETESSESAVEINVKTLDSQIYRFRVERNMSVPSLKEKVASASGVPVEQQRLIFRGKVLKDDQLLSEYHVEDGDTLHL
VVRQLVQSQTPSVTNSGESGVTTDNRGNDASTGTSRNRVGISHSVVLGSFNLGDQGGEGSGSDLSRIIGAVLNSIGIGNS
NPIGGALNSSSGVPSNASTQPPQGVEIDATRGHIGGRSQAGNQMPAANHPSQSAQQTSPFPFRSGAVLVPSPQMPIPDAL
HTLSEFINRMELALSATGYWPSPSPANAEGAQGGDFPSNTRGMPTPEALSVILRRAQHLISGHAIAALSHIAERLEREGS
STDSAVRNQIQTESVQVGLAMQHLGSLLLELGRTTLTLRMGQSPAESMVNAGPAVYISPSGPNPIMVQPFPLQTSSLFGG
SASSPANFGIMGSGDALRNVNIHIHAGGPGSTRGLPVRNIIAAAVPSRSVNAVHSHGRTLQNNESQAVPAQSPGIVASST
TQSSVEPVSQSPSESASIPTLVAEINAQMRNILDNTRGPSGQSEDSTHHGNDQQENLAVNGAEDTGDSMTGSNSEKGEQK
QPECHQHTNEGEIGGSCSLKEASPSSSTGIISSSPGGETTSTCKSEESFEEGSKSGPSHDPPGAEKAVPLGLGLGGLQPK
RRSRQMRSQKNVSGTDRVPPANESQQSIACGQQFLQSLVSHGSNANASDANGPSGQLRPAFGQSMPAGRPASNDQLDAAS
MMSQVLNSPALNGLLAGVSQQAGIGSPNGLRNMLEQFTQSPSMRNTLNSIVQQIDGQELSNFAGMGRGQGGGIDLSRMVQ
QMMPIVSQALTRTPTIPEPYGLDSGEQRLSDMGGEIRDDRPNQISQIDLQGVAQSIERNDPPGEIFRTVVEQTASLCSGG
GSQELVEELCNDEDLANAFMEMLHRSMRQGLMSDENSNGGASTSNLTAETESSESAVEINVKTLDSQIYRFRVERNMSVP
SLKEKVASASGVPVEQQRLIFRGKVLKDDQLLSEYHVEDGDTLHLVVRQLVQSQTPSVTNSGESGVTTDNRGNDASTGTS
RNRVGISHSVVLGSFNLGDQGGEGSGSDLSRIIGAVLNSIGIGNSNPIGGALNSSSGVPSNASTQPPQGVEIDATRGHIG
GRSQAGNQMPAANHPSQSAQQTSPFPFRSGAVLVPSPQMPIPDALHTLSEFINRMELALSATGYWPSPSPANAEGAQGGD
FPSNTRGMPTPEALSVILRRAQHLISGHAIAALSHIAERLEREGSSTDSAVRNQIQTESVQVGLAMQHLGSLLLELGRTT
LTLRMGQSPAESMVNAGPAVYISPSGPNPIMVQPFPLQTSSLFGGSASSPANFGIMGSGDALRNVNIHIHAVGSRATNGE
HTHQERPNGSNSGGPGSTRGLPVRNIIAAAVPSRSVNAVHSHGRTLQNNESQAVPAQSPGIVASSTTQSSVEPVSQSPSE
SASIPTLVAEINAQMRNILDNTRGPSGQSEDSTHHGNDQQENLAVNGAEDTGDSMTGSNSEKGEQKQPECHQHTNEGEIG
GSCSLKEASPSSSTGIISSSPGGETTSTCKSEESFEEGSKSGPSHDPPGAEKAVPLGLGLGGLQPKRRSRQMRSQKNVSG
TDRVPPANESQQSIACGQQFLQSLVSHGSNANASDANGPSGQLRPAFGQSMPAGRPASNDQLDAASMMSQVLNSPALNGL
LAGVSQQAGIGSPNGLRNMLEQFTQSPSMRNTLNSIVQQIDGQELSNFAGMGRGQGGGIDLSRMVQQMMPIVSQALTRTP
TIPEPYGLDSGEQRLSDMGGEIRDDRPNQISQFPWVIMSDENSNGGASTSNLTAETESSESAVEINVKTLDSQIYRFRVE
RNMSVPSLKEKVASASGVPVEQQRLIFRGKVLKDDQLLSEYHVEDGDTLHLVVRQLVQSQTPSVTNSGESGVTTDNRGND
ASTGTSRNRVGISHSVVLGSFNLGDQGGEGSGSDLSRIIGAVLNSIGIGNSNPIGGALNSSSGVPSNASTQPPQGVEIDA
TRGHIGGRSQAGNQMPAANHPSQSAQQTSPFPFRSGAVLVPSPQMPIPDALHTLSEFINRMELALSATGYWPSPSPANAE
GAQGGDFPSNTRGMPTPEALSVILRRAQHLISGHAIAALSHIAERLEREGSSTDSAVRNQIQTESVQVGLAMQHLGSLLL
ELGRTTLTLRMGQSPAESMVNAGPAVYISPSGPNPIMVQPFPLQTSSLFGGSASSPANFGIMGSGDALRNVNIHIHAGGP
GSTRGLPVRNIIAAAVPSRSVNAVHSHGRTLQNNESQAVPAQSPGIVASSTTQSSVEPVSQSPSESASIPTLVAEINAQM
RNILDNTRGPSGQSEDSTHHGNDQQENLAVNGAEDTGDSMTGSNSEKGEQKQPECHQHTNEGEIGGSCSLKEASPSSSTG
IISSSPGGETTSTCKSEESFEEGSKSGPSHDPPGAEKAVPLGLGLGGLQPKRRSRQMRSQKNVSGTDRVPPANESQQSIA
CGQQFLQSLVSHGSNANASDANGPSGQLRPAFGQSMPAGRPASNDQLDAASMMSQVLNSPALNGLLAGVSQQAGIGSPNG
LRNMLEQFTQSPSMRNTLNSIVQQIDGQELSNFAGMGRGQGGGIDLSRMVQQMMPIVSQALTRTPTIPEPYGLDSGEQRL
SDMGGEIRDDRPNQISQVCLFFNCFL                                                      
>Acoe_026_00276                                                                 
MKINVKTLKGTHFAIEVKPEDTVADVKKNIETVQGAEVYPAAQQMLIHQGKVLKDATTLDENSVSENSFLVIMLKKTKAS
SSGASTATAAPTNTAATARAAPSPAPASVSPQTPVPVVTPPSTTPEPAPAATTPATAAVAASSTESDVYGQAASSLVAGN
NMEGAIQQILDIGGGTWDRDTVVRALRAAFNNPERAVEYLYSGIPEQAEVQPAIRPPASGQAAIPAPAQAPQPAVPSSGP
NANPLDLFPQGLPNMGSNAGGAGTLDFLRNSQQFQALRAMVQANPQILQPMLQELGKQNPHLMRLIQEHQADFLRLINEP
VEGADGNVLGQLAAAMPQAVTVTPEEREAIERLEAMGFDRGIVLEVYFACNKNEELAANYLLDHINEFAEEMKINVKTLK
GTHFAIEVKPEDTVADVKKNIETVQGAEVYPAAQQMLIHQGKVLKDATTLDENSVSENSFLVIMLKKTKASSSGASTATA
APTNTAATARAAPSPAPASVSPQTPVPVVTPPSTTPEPAPAATTPATAAVAASTESDVYGQAASSLVAGNNMEGAIQQIL
DIGGGTWDRDTVVRALRAAFNNPERAVEYLYSGIPEQAEVQPAIRPPASGQAAIPAPAQAPQPAVPSSGPNANPLDLFPQ
GLPNMGSNAGGAGTLDFLRNSQQFQALRAMVQANPQILQPMLQELGKQNPHLMRLIQEHQADFLRLINEPVEGADGNVLG



QLAAAMPQAVTVTPEEREAIERLEAMGFDRGIVLEVYFACNKNEELAANYLLDHINEFAEE                   
>Acoe_027_00356                                                                 
MYRKLPNHRVEVHIEIRPGVGVNQQSLALSITTDYSIARLKTEIHQYIGVPPQNQFLTTKGITMEDNHTLGEYMVELNYQ
FIVLERVEVDAQNNEVAAAQANN                                                         
>Acoe_028_00189                                                                 
MSSSSSSNSSRNEPRVIDHHQQQRISSSKRKLDDYEEEEEELSDLISVRMKKDHSSSTEEATINKLGQQISYQDVNFRVS
QAQSVSRTLHFFVRLVSGGNTIVIHANSDDTIESVHEQIRKFTGIPVIEQGLVYRGRQLQWEQTLEECLIENDAGLHLIG
RMRSTEFPKSWQVVDDLLSSIRRLYKGEEGKETLILDSKNVKFKIEEFLELIPKDDHGDKIAGHLKIFKSYGVPIALVML
YLSPGNKDCADEAIRQLLCPNLDLLAKGVQVHFASIILEFCKLLSGTAPDDTLYIACRSTLGYLMDAIQCAHGSKYFDFA
KSYTIIKEFLPFVRQLSDKLIGDLESSWNPSSVTGISLAKDVRDFTSFLRPLCRAIEDQVGGKSNLPICLDNKNLCYMPE
FESLFTSVKKLIEKIDQCLHRVEEMLVSKGAAGEIETPRFTWYQYIPILKELNGVCRFYRGAEHTVISMMKLRRVPVNFL
IRYLRRSDDHYWLLEHKDVTDFESRRHLVMMMFPEIVEDYEELHEMLIDRSQLLEESFAYISRADPESFRSGLFMEFKNE
EATGPGVLREWFYLVCQAIFNPQNPLFLACPNDQRRFFPNPVSKVDSLHLDYFGFCGRMIALALMNRVHVGIVFDRVFFL
QLAGKSVSLEDIRDADPCLYMSCKKILEMDADFLDSDALGLTFVREVEELGSRKIVELCPGGKDIVVDSKNRAEYVNLLI
QNRFVTSISQQVARFARGFADILSIARLQKLFFISLEPEDLDRMLCGSDSALCVKAWKAHTDYHGYKETDHQICWFWKIV
EGMSAGEQRVLLFFWTSVKYLPVEGFSGLPSRLYIYKASESHDRLPSSHTCFYRLCLPPYPSKASMQKCLNLITQEHVSC
SFGTW                                                                           
>Acoe_030_00153                                                                 
MIEVVLNDRLGKKVRVKCNEDDTIGDLKKLVAAQTGTRADKIRIQKWYNIYKDHITLKDYEIHDGMGLELYYN       
>Acoe_030_00243                                                                 
MDSGGGGSAGDSATSPIVLSLTVKFSGRSIPVSLSSDSTVKDLKSHLQPLTNVLPRGQKLIFKGKVLMDNSSLKLLDIPN
GSKLMLMASQGLHQGDGPITKDKEAPTASSLTRRQSQGDRRTVGNKTEATVDKTQSQRWKLTGVIALSESQLKVVPAEVW
ACGSSVRLLDLGKNYIHEIPAKIGGLTSLQKLLLNANGIMDEHFSWEGVTSLKSLRVLSLNQNHLTAMPSSIGSLTSLRE
LHVANNKLTSLPVEIGELSQLQILEANNNRISTVPSFVGRCSSLIEIDLSSNLLVDLPETFGDLQNLQALHLRNNGLKSL
PSTLFKLCSKLSTLDLHGTEITMDLLRQYHLSGSLKDGKSLMNAVVPNFRSSWIFVLGVLRDLTKVQIKIKNIADKVVMD
SGGGGSAGDSATSPIVLSLTVKFSGRSIPVSLSSDSTVKDLKSHLQPLTNVLPRGQKLIFKGKVLMDNSSLKLLDIPNGS
KLMLMASQGLHQGDGPITKDKEAPTASSLTRRQSQGDRRTVGNKTEATVDKTQSQRWKLTGVIALSESQLKVVPAEVWAC
GSSVRLLDLGKNYIHEIPAKIGGLTSLQKLLLNANGIMDEHFSWEGVTSLKSLRVLSLNQNHLTAMPSSIGSLTSLRELH
VANNKLTSLPVEIGELSQLQILEANNNRISTVPSFVGRCSSLIEIDLSSNLLVDLPETFGDLQNLQALHLRNNGLKSLPS
TLFKLCSKLSTLDLHGTEITMDLLRQFEGWEKFDERRRSKLQKQLDFRIGCSEGFDEGADKD                  
>Acoe_032_00053                                                                 
MDVKFYEFASGRDFMIEIGYFDTVQEIKEKIQKYEGIPISSQTLIFKGQVMVDEHDTVFYEVLHNSQIQLLVKREASSSS
KSIVKKEESSSATTSSSSSILQLIIKIPNMKKQISIDMEATYSVNKLKEKIHVAGGLPLNRLSVIFNGNELNDNSSLEEH
AIPNLSEIIAVLRPSPSSTPPPSNNGISSTNKRLKLMVLPKGGAQKVQVEVNSSDNVGELKKELQLMQQQQMNFSLPSEG
YFFIYKQNVMEDDRTFRWHEVKQGETIEIFSGSITGGS                                          
>Acoe_034_00109                                                                 
MENIIVEFDESGERHVIRGVETIGDLKNRIQQEYQIDADEQILQYQEYLMFDNDKKIASLRDIKTHKKMTLYNKIDHQTA
VQVDVVCQGAAATGKECTIRAFGGQTVSMLKEQINKKLGFGPYLQSLTTFRKPMKDEDLLRDYIISERPTVSCTIANEGV
PRNYVFVQYKNKQESFPVAQKDTIYTVEYKFREKHNLPEDYNIYFTWMGQQLLGFKTLKEYSIPDNGVLGFSEYPII   
>Acoe_035_00141                                                                 
MDDSNDEKMNIYFRLMKTIPLEVKKSDTIRKVRTEFSELEGISLVNLKSLFFAGDWLEEDKNVADYDIKNGSIINIYMDS
GFRTQVYLKISHIGKRITLDVDMRDTILAVKQRIQHKEGFTVCQQDLIYLGEQLNDSRTLASYNIGKSSTIYAVFRDGDD
IDINVGLNTANFLP                                                                  
>Acoe_037_00169                                                                 
MSIAEVALPFRDESVVFHGCFHGLPDSSILIFVSVSGSLIPMRVLKSDSIESVKLRIQTFKGFVPKKQKLVYEGRELARN
DTLVRDYGVTDGNVLHLVVRISDLRAISVKTTSGKEYEFHVERCRNVGYVKKQIAEKEEDLDVKDQELTCYGQKLEDQCL
IDDICKYNDDVIHLLVKKSAKVRVRPFDKDFELTITASSLSKIRSDVVEVVEDGKGCRTNDNDLQGFTKKSSDRGVCLEP
VIVNGKVELSPAIMEMIDSTYAGLEKGNQPIRSSEGSGGVYFMKDSSDYKFVSVFKPIDEEPMAVNNPRGLPLSSDGEGL
KKGTRVGEGALREVAAYILDYPKSGRQSFSNEEMGFSGVPPTTMVRCLHSAFNHPEGNELSTKNIKVGSLQKFMTNNGSC
EDMGPQAFPVQEVHKIAVLDMRLANTDRHAGNILIKKDQEDSHTVLIPIDHGYCLPDNFEDCTFDWLYWPQARQPFNSDT
IDYIRSLDAEEDIALLNFYGWELPLECARILRISTMLLKKGAERGLTPFAIGSIMCRETLKKESVIEEIVCEAQDSVLPG
TSEAVFLESVSQIMDRRLDEITI                                                         
>Acoe_037_00255                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGIIEP
SLMALARKYNQDKMICRKCYARLHPRAVNCRKKKCGHSNQVFFFLLAFTCNFDFINL                       
>Acoe_038_00165                                                                 
MKTIPLEVKKCDTVSKVRAEFSEIEGVSKVNLKKLFFEGNCLENDRKLMDYGIRNGSIVNMFLDSGVRIQIHVKMSQIGK
TFALDVDIRDTVHTVKGKIQNKEGLTTSQLDLIYLGEELDNRHFLATYNIQQGSILYALFRAGDAMQVNVSLEHGKKIIN
LKVKSWYSVENVKNMIESIEGIPTKTQKLFLTRVKLENQTTLADLNIADGQTLDLTCGMQIFVRTLRGKIITLQVDSSDL
IEDVKEMIKEREGVPTQQQRLTYGRAGQLQNEHTLAECGIEKESTLQMVLCLCGC                         
>Acoe_038_00167                                                                 
MSNRKRFSNQLSPEHSLVTVEDQMKIQFRIMKTIPLEVKKCDTVRKVRSEFSEIEGVSKVNLKKLFFEGNCLEDEKKLID



YGIQNGSTINMFLDSGVRVQIHVKMSQIGKTVTLDVDIRDTVHTVKGKIQNKEGLTTSQLDLLYLGEHLDNRQFLATYKI
EDGATLYAFYRVGDAMQINVSLEQGNRTINLKVKSWYSIENVKNIIESMEGIPTKKQKLYLTGVKLENDMTLADSKILQG
QTLDLICGMHIFVRTLTGKTYTLEVDSYDSVDDVKEMMEEKEGIPTEQQRLIYRGRQIESGRFLADYQVEEDSQLHLVPC
LCGC                                                                            
>Acoe_038_00168                                                                 
MSQIGKIVTLDVDVRDTVYTLKGKIKNNQKLSTSQLDLLYLLMKINAFIGGVLLDNLQFLSAYKIQNDATLYALFRVGDA
MQVNVSLEQAKTTINLQVKSWYSVENVKTIIQSMEGISTKKQKLYLTGVKLENQTSLADLNIAEGDTLDLTCGMLIFVKT
IQGTWTLEVDSSDLIEDVKQMIEEKQGIPTPQQRLIYDGTQLEDFRTLADYEMNDEASLDFMLCLCGC            
>Acoe_038_00169                                                                 
MSNRKRFSNQLSTEHSLVTVEDQMKIQFRIMKTIPLEVKKCDTVRKVRSEFSEIEGVSKVNLKKLFFEGNCLEDEKKLID
YGIQNGSTINMFLDSGVRVQIHVKMSQIGKTVTLDVDIRDTVHTVKGKIQNKEGLTTSQLDLLYLGEHLDNRQFLATYKI
EDGATLYAFYRVGDAMQINVSLEQGNRTINLKVKSWYSIENVKNIIESMEGIPTKKQKLYLTGVKLENDMTLADSKILQG
QTLDLICGMHIFVKMLTGKIYTLEVDSYDSVDDVKEMMEEKEGIPTEQQRLIYRGRQIESGRFLADYQVEEDSVLHLVLC
LCGC                                                                            
>Acoe_038_00170                                                                 
MQIHVHLSELEEQITFDVDAMDTIRDKIQIAEAIPIDKLDLIYSGKELKDHQSVASYNICMGSTLYAIFPPIDVMLITVE
IGDTRKIKLKVKSWYTIENVNCQGHDQDSRVWRKLEDNRTLAKLGTSHGQTEYNHASDVSLSDVVTLKKPLEGYRKCNPG
KILGFGPNLNISF                                                                   
>Acoe_040_00054                                                                 
MQIFAKIFTGKSITLEVESSDTIDNVKTKIQDKEAGSSLEDGRTLAHYNIHKESTFHLVLRLRGGMQIFVKTLTGKTITL
EVESSDTMDNVKAKIQDKEGIPPDISSDKERIPPDQQRLIFAGKQLEDGRSRTADYNIQKEFTLHLILRLRGKLQIFVKT
FTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGSF          
>Acoe_040_00116                                                                 
GYSKDIANFHRPKALWYPHDNEMAAKEQGKGSRLHVDAEETISSVKAKASKRLEYKPSENLKIIYSGKELEDSKSLAEEN
VRPNSVLHLVRTKIHLWRKAQKLPGENKSLRPPGAFMKKSDLSLKDGHAFLMEYCEERPLLLGNVGMGARLCTYHKKSAS
DDQTGLLCNGNSSLGNVLTLDPSDKSPFLGNIRPGCSQSCLETNMYRAPIFPHKLSSTDYLLVRSAKGKLSLRRIDRIDV
EPHIEVLSPGTKSLQTYVVNRLLAYIYREFSAIEKRGLVPCIRADELSAQFPNLLEPFVRKRLKHCADLQRGQNGHLLWV
MRRNIRIPLEEELRRMVTPESVCAYESMQAALYRLKRLGINRLTATTGLSSAINKLPDEAIALAAASHIERELQITPWNL
SSNFVACTNQDRENIEHLEITGVGDPSGRGLGFSYVRITPKAPLSTAVSKKKTAKGHSTVTGTDVDLRRLSMEAAREVLL
KFNVPEKQIANLTRWHRIAEIRKLLIEGAASGVKVDSTSVKKYAMGQCMSLLQQQARENCQEIWNRQVESLSAVDKDDKD
SDSKANSDLDSFAGDLENLLDVEECGLDEVGNYESKHIKEDGIKGLEMKLRRSELQAEEEIEDEAAEAAELPRMLMDEDE
SERRKKIKTGSVVQEVRLESQSGFSTENVGKTTKTTSIQEMRTPQPDAKSGHRSVSKISKIVIANKIKLQDVQVEPPKLV
IKPPAEVERDKSRKKIIIKQPKGNTIVEQVKQGSSSGMQKNCKKTKLISELSSVEKHIKQEGKQLAEEFKMKNANDCRLP
ERDHSAKRQSVVKLRTYGAEYTPQLKRRRRGAGEVALANILESVVDNLKNATAVSSLFLKPVEERGAGYSKDIANFHRPK
ALWYPHDNEMAAKEQGKGSRLHVDAEETISSVKAKASKRLEYKPSENLKIIYSGKELEDSKSLAEENVRPNSVLHLVRTK
IHLWRKAQKLPGENKSLRPPGAFMKKSDLSLKDGHAFLMEYCEERPLLLGNVGMGARLCTYHKKSASDDQTGLLCNGNSS
LGNVLTLDPSDKSPFLGNIRPGCSQSCLETNMYRAPIFPHKLSSTDYLLVRSAKGKLSLRRIDRIDVEPHIEVLSPGTKS
LQTYVVNRLLAYIYREFSAIEKRGLVPCIRADELSAQFPNLLEPFVRKRLKHCADLQRGQNGHLLWVMRRNIRIPLEEEL
RRMVTPESVCAYESMQAALYRLKRLGINRLTATTGLSSAINKLPDEAIALAAASHIERELQITPWNLSSNFVACTNQDRE
NIEHLEITGVGDPSGRGLGFSYVRITPKAPLSTAVSKKKTAKGHSTVTGTDVDLRRLSMEAAREVLLKFNVPEKQIANLT
RWHRIAEIRKLLIEGAASGVKVDSTSVKKYAMGQCMSLLQQQARENCQEIWNRQVESLSAVDKDDKDSDSKANSDLDSFA
GDLENLLDVEECGLDEVGNYESKHIKEDGIKGLEMKLRRSELQAEEEIEDEAAEAAELPRMLMDEDESERRKKIKTGSVV
QEVRLESQSGFSTENVGKTTKTTSIQEMRTPQPDAKSGHRSVSKISKIVIANKIKLQDVQVEPPKLVIKPPAEVERDKSR
KKIIIKQPKGNTIVEQVKQGSSSGMQKNCKKTKLISELSSVEKHIKQEGKQLAEEFKMKNANDCRLPERDHSAKRQSVVK
LRTYGAEYTPQLKRRRRGAGEVLFISQVTIISMKKSDLSLKDGHAFLMEYCEERPLLLGNVGMGARLCTYHKKSASDDQT
GLLCNGNSSLGNVLTLDPSDKSPFLGNIRPGCSQSCLETNMYRAPIFPHKLSSTDYLLVRSAKGKLSLRRIDRIDVV   
>Acoe_041_00049                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPTDTIDRIKERVEEKEGIPPVQQRLIYAGKQLADDKTAKEYNIEGGSVLHLVLALRGGGY      
>Acoe_042_00009                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKIKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VDSSDTVDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGF                   
>Acoe_044_00102                                                                 
MQIFVKTLTGKTITLQVESSDTVDNVKAKIQDKEGIPQDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVENSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVENSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVENSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGC                       



>Acoe_045_00182                                                                 
MKKHSHSRVIEVEDGNKEEIDWELRPGGMLVQKREDEDDNDNDNDYDYDGVVASGPLINVKVSHGSTLHEIKVPAQATFG
DLKRILARETGLDIKDQRLFFRGKEKQDGEHLNTVGVKDRSKLLLMEVLASKEKKLEEAKKNEAILKACEPINKVRLEVD
KLAQKVSILESAVRNGTKVDEKEFVVLTELLMVQLLKLDGIEADGEARVQRKNEVRRVQSFVEKLDTLKARNANPFSDKG
NAVSVTTEWEKFDSGVGSLNAPPPTSSSKATEDWEAFD                                          
>Acoe_045_00216                                                                 
MGEDPDPSTHDPSNVDDDDDDEEYEEADRGNRLLGFMFGNVDGAGDLDVDYLDEDAKEHLAALAEKLGSSLTDINLSIRS
SHTSADATEQDYDEKAEDAVDYEDIDEQYEGPEIQATFEEDHLLSKKEYFSAEVSLAALGQKTSVFDEENYDEDEDFDKE
QNVVDGNLEALAISPAVVEENLDLDCSSTLPCDAIIGPNEHFSPGKDNNIQLVFEEEKSFVDGQHSSRSFEDDKLAVGLE
DFQDEQEDLQEPLSEKSTSSLPVLYVEDGTVVLRFSEIFGIHEPIKKGEKRSHKYPILKEKFKSFDSSGTVEEDEEAFLR
APCQNSFTMKETSSLYDDSLVKVHNEESQIFDVWKGINTKPAQDSEQRKDSFLSAEPMKESASVDLASGWESPSCPYFCP
LDQQDWENDIIWGNSPLASDGSSESCIISEVESEDHVREIVSDFGSQNLGLEFQTETDENHHHRFLTSYPIVLESFGSRE
FSDFANIPERKHPQQLRLESCLKVDVSSYSDGGKENGICGGGAMSKFSKSLLRNMDMLEDSWLEKIIWDPNEAGLTPKLI
LDLQDEQMLFEIPQSKDARHLHAHAGAMIIARSVKPHGGDSFDLVGQVGASAGRFNLSNDKYYSNRKTSQQLKSHSKKRT
AHGVKVLHSIPALKLQTMKPKLSNKDIANFHRPKALWYPHDNEMAAKEQGKLCTQGPMKIILKSMGGKGSKLHVDAEETI
SSVKAKASKKLDFKPSEKVKIIYSGKELEDSKSLAEENVRPNSVLHLVRTKIHLWPKAQKLPGENKSMRPPGAFKRKADL
SLKDGHAFLMEYCEERPLLLGNVGMGARLCTYYQKSAPGDQTGSMLRNGNSSLGNVLTLDPSDKSPFLGDIRPGCSQSCL
ETNMYRVPIYPHKLSSTDYLLVRSAKGKLSLRRIDRIDVVGQQEPHMEVMSPGTKSLQTYIYNRLLVYIYREFSAIEKRG
LLPCIRADELSAQFPNLLEPFIRKRLKHCADLQRGQNGHLFWVMRRNFRIPLEEELRRMVTPETVCAYESMQAGLYRLKR
LGISRLTVTTGLSSAMNQLPDEAIALAAASHIERELQITPWNLSSNFVACTNQDRENIERLEITGVGDPSGRGLGFSYVR
VAPKAPPSSAVAKKKTAIAKGSSTVTGTDADLRRLSMEAAREVLLKFNVPEEQIAKLTRWHRIAEIRKLSSERAASGVKV
DSTSISKYARGQRMSFLQLQQQTREKCQEIWDRQVQSLSAADEDDNDSDSEANSDLDSFAGDLENLLDAEECGADEVGNY
ESKHNKDEGIKGLKMRRRPSEPQAEEEIEDEAAEAAELCRMLMDEDESERKKKKKIGSVVQEVGLGWQSGFGTESVEQTK
KTIIKQFVSTPQPDGKVILKEHIITDPKEVQSILAKKALSDKAKSKKGNDRNEILRMDLLKNKNKAMGDGFKVIKEKKQT
DKPVREGFVCGACGQMGHMRTNKNCPRYIDNSDVQVESMDSGKRNILDPSTHLQKTSMKKLISKGATRIAVVETSENSEK
AGLKTKVLPLKLKCGPGEKIPEKSTPEESQSTDKQVAFDVESGPRSVNKINRIVISNKLKPEDVLVEPPKLVIKPPAEVE
REPLRKKIIIKQPKGNATVEQVKQESSSGMQESYRKTKMMSELSSVEKHRKQEGKRLAEEIAMKRKANEEMRLWEEEEKR
RLDRVLREESERHLKEQRLIEEQQRLAEFNRIRSEAMWKDDQERQKARKKKKKKGHEMVDEYYEVQGSSKNDRRLPGRER
SAKRRSVVELGTYGAEYAPQTKRRRGGAGEVGLANILENVVDTLKDATEVSYLFLKPVSKKEAPDYLDIIKQPMDLSTIK
EKVRKMEYKDREDFRHDVWQITFNAHQYNDGRNPGIPPLADQLLELCDYLLDQNDERLAEAEAGVERMGEDPDPSTHDPS
NVDDDDDDEEYEEADRGNRLLGFMFGNVDGAGDLDVDYLDEDAKEHLAALAEKLGSSLTDINLSIRSSHTSADATEQDYD
EKAEDAVDYEDIDEQYEGPEIQATFEEDHLLSKKEYFSAEVSLAALGQKTSVFDEENYDEDEDFDKEQNVVDGNLEALAI
SPAVVEENLDLDCSSTLPCDAIIGPNEHFSPGKDNNIQLVFEEEKSFVDGQHSSRSFEDDKLAVGLEDFQDEQEDLQEPL
SEKSTSSLPVLYVEDGTVVLRFSEIFGIHEPIKKGEKRSHKYPILKEKFKSFDSSGTVEEDEEAFLRAPCQNSFTMKETS
SLYDDSLVKVHNEESQIFDVWKGINTKPAQDSEQRKDSFLSAEPMKESASVDLASGWESPSCPYFCPLDQQDWENDIIWG
NSPLASDGSSESCIISEVESEDHVREIVSDFGSQNLGLEFQTETDENHHHRFLTSYPIVLESFGSREFSDFANIPERKHP
QQLRLESCLKVDVSSYSDGGKENGICGGGAMSKFSKSLLRNMDMLEDSWLEKIIWDPNEAGLTPKLILDLQDEQMLFEIP
QSKDARHLHAHAGAMIIARSVKPHGGDSFDLVGQVGASAGRFNLSNDKYYSNRKTSQQLKSHSKKRTAHGVKVLHSIPAL
KLQTMKPKLSNKDIANFHRPKALWYPHDNEMAAKEQGKLCTQGPMKIILKSMGGKGSKLHVDAEETISSVKAKASKKLDF
KPSEKVKIIYSGKELEDSKSLAEENVRPNSVLHLVRTKIHLWPKAQKLPGENKSMRPPGAFKRKADLSLKDGHAFLMEYC
EERPLLLGNVGMGARLCTYYQKSAPGDQTGSMLRNGNSSLGNVLTLDPSDKSPFLGDIRPGCSQSCLETNMYRVPIYPHK
LSSTDYLLVRSAKGKLSLRRIDRIDVVGQQEPHMEVMSPGTKSLQTYIYNRLLVYIYREFSAIEKRGLLPCIRADELSAQ
FPNLLEPFIRKRLKHCADLQRGQNGHLFWVMRRNFRIPLEEELRRMVTPETVCAYESMQAGLYRLKRLGISRLTVTTGLS
SAMNQLPDEAIALAAASHIERELQITPWNLSSNFVACTNQDRENIERLEITGVGDPSGRGLGFSYVRVAPKAPPSSAVAK
KKTAIAKGSSTVTGTDADLRRLSMEAAREVLLKFNVPEEQIAKLTRWHRIAEIRKLSSERAASGVKVDSTSISKYARGQR
MSFLQLQQQTREKCQEIWDRQVQSLSAADEDDNDSDSEANSDLDSFAGDLENLLDAEECGADEVGNYESKHNKDEGIKGL
KMRRRPSEPQAEEEIEDEAAEAAELCRMLMDDESERKKKKKIGSVVQEVGLGWQSGFGTESVEQTKKTIIKQFVSTPQPD
GKVILKEHIITDPKEVQSILAKKALSDKAKSKKGNDRNEILRMDLLKNKNKAMGDGFKVIKEKKQTDKPVREGFVCGACG
QMGHMRTNKNCPRYIDNSDVQVESMDSGKRNILDPSTHLQKTSMKKLISKGATRIAVVETSENSEKAGLKTKVLPLKLKC
GPGEKIPEKSTPEESQSTDKQVAFDVESGPRSVNKINRIVISNKLKPEDVLVEPPKLVIKPPAEVEREPLRKKIIIKQPK
GNATVEQVKQESSSGMQESYRKTKMMSELSSVEKHRKQEGKRLAEEIAMKRKANEEMRLWEEEEKRRLDRVLREESERHL
KEQRLIEEQQRLAEFNRIRSEAMWKDDQERQKARKKKKKKGHEMVDEYYEVQGSSKNDRRLPGRERSAKRRSVVELGTYG
AEYAPQTKRRRGGAGEVGLANILENVVDTLKDATEVSYLFLKPVSKKEAPDYLDIIKQPMDLSTIKEKVRKMEYKDREDF
RHDVWQITFNAHQYNDGRNPGIPPLADQLLELCDYLLDQNDERLAEAEAGVER                           
>Acoe_047_00001                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFTGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRCGMQIFVKTLTGKTITLE
VETSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRDGRTLADYNIQKESTLHLVLRLRGGM
QIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFV



KTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLT
GKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTI
TLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGF                
>Acoe_047_00051                                                                 
MEVTIATAVGEFTMEVGVKEPILDIKQKIEQLLGVEVAHQTLAVYGIELVDGLDVEDYPIIFHGAKIDLTVKSTEPLPQP
WEKIHVTIKFSTRWMDIELDRTETVKNLKEKIHIIDGTPIKKIILQFSGIEMKEDHRYLSEYGICDQSEITVIHRSTSCV
RAEPTCRMVNFMVQTTSCLLNSAVIPLEMKDSTTINELRKVLLDEKILPRDDYFFIHKQRIMQDSCNLRWHGVEDRDFLY
VFKGTISRET                                                                      
>Acoe_047_00052                                                                 
MRLVVEVMTGTLFYIQVDDEATIGDLKREIVVHEKVSLDRFILVNQDYLMDHDNGALVDYGVHDGSHVHLCFTPVDDDGS
NYQIFFTLPDSLFLYGP                                                               
>Acoe_051_00012                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIILEVESS
DTIDNLKAKIQDKEWIPPDQQRLIFAVKQLEDGRTLADYNIQKESTLRLVLRLGGGMQIFVKTLTGKTITLEVESSDTID
NVKAKVQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGF                           
>Acoe_057_00082                                                                 
MMRRSKNCSSGDRLSDSSAIRDEEIEWEMRPGGMLVQKRCTKHDVVATPNMIVSIVYGAVRYEISINSQATFGELKKLLA
SETGLQPVEQQLIFRGKERENGDYLDRCGVKDRSKIVLVEDPSSKEKRYIEMRKNAKIQSAHRAISDISMELDKLVEQVS
VIDKTVTSGKNVPEVQITILVEMLMRQAIKLESISTEGDASAQKSLQGKRVQKCVETLDVIKRSNAKVKPEVVVTDKKWE
TFDPPSTTATWEYFDMMRRSKNCSSGDRLSDSSAIRDEEIEWEMRPGGMLVQKRCTKHDVVATPNMIVSIVYGAVRYEIS
INSQATFGELKKLLASETGLQPVEQQLIFRGKERENGDYLDRCGVKDRSKIVLVEDPSSKEKRYIEMRKNAKIQSAHRAI
SDISMELDKLVEQVSTSSVGLKHFSYCVELFQQIKVVVQLAFLSLSPLKSFLTLCMSN                      
>Acoe_060_00067                                                                 
MICKRNGGLKKMNEVGKVVRERISTMEDDESSRKRKLAVVAAAQVVVANAMAVGYVLLNIPREPHINRDVERESYMKSIL
TNEDKCRANLRMGVDAFQQLCELIRRQNILRESQNCTLEFKDCVGALDGTHIVASVPIEEQDKFRGRKLITTQNVLAACS
FDLKFTYVLTGWEGTAHDQRVLDNALERSNPLVVPPGRYYLVDADYTHQPGFFGPYRATIYHLQEHEGRTPRDEKELFNL
RHAHLRSTIERAFGVLKQRWAILSTKSHYSYETQVKIAMACFILHNHITEVDPNDSFVKDYDKQKKTTHIIDSLDDAPST
SSFKSNSATASGEASSSPPFFGVDNQTTKPTSLEALIAAQTSGTTITFAIVDGWVERVQASGGTGKSSMSDVVADSEVQA
LISPTREIASQTEKVSLVIGNYYINLQAHACVEGKMHIFVKTVTGKTITLEVESSNTIDNVKTKIQDKEGIPLDQQRLIF
AGKQLEDGRTLADYNIQKESTLHLVLRLRGGMENEGKKVAQLRWTKAMDNVLIDMLVDAAKEGKKTGNKWHSSVWTNLIA
TLSNKTNEVVQSSHIENRMRQMKIEYRNFIELKEKNGVAYDSVKQSVDMSDEYWDDLLKLPKGKEKFKAFRERGIKWDLD
KLAIIIGNSHATEYMF                                                                
>Acoe_066_00009                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTVTLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGF                   
>Acoe_067_00018                                                                 
MSKVKFAGVFSGILEIDLDKWTIHMLREEVAKRANCDSKSLKLISGGKVLQDGENNQKLSEYGIKNNAKVLATKVSTIDE
GESLKKQFMDEEERSRLLDRIKAAAEALSGRHAGGSLPMPEEYYNIELENQSGQKIQMGSVTERRGAMMGLMLHAKAKTL
ITKKMYREALDVLVMGEEAFSFCDAKSLEMIDNVPILNIDMVWCYFMLRDIKWLSEAGVRLQKARQGIERCHGKDLIRVR
LLQGGCQPEVALYMRLELLEGVVAYHREQYDNCIKALTSAQAKYHQLQVSDEALSLLLGMGLGCTEKEATRALRMNEQDM
QRAAVFLIEEMEKRKQRMEEDKQRQQEIFEQKLYGMNPLGKAVNLQTLNHLVSIGFNKSLVAEALLRNENDIQKALDDLT
NPEAISNIQAKVDSRKRKWEAIFAFDELVSMGFERSKVVAALRATGTREGALNVLNAQRGSYPPVAGDGRVASAALEMEE
GSPEQRDIDMEKQIARELKGDALSDYDIEVTTEGEAITEYLALLTSTGNY                              
>Acoe_068_00084                                                                 
MKRKLDDFEEEELTDLISDKMNKDVNFKVSEAESVSKTLHFFVRLVSGGKTIVIHANSNDSVASVHEQIRKLTGIPVIEQ
GLVYRGKQLQLEQTLEECLIENDVGLHLIGRMRSSEYPRTWQVINDLLTLVGKLCKGEEGKELILDSKKVESKIEIFLEL
ILNDGYGENAARHLKIFKSSGAPMALVMLYLSDGEGNKECAEDAIRLFLSPNSYLLPKSVQVQCVPIIFEFCKLLKGSAP
KDSLYIACRSTLGSLLDVIGFAHGSRYFDFAKPYIIIKEFLPFVRELADKLIEDLESSWNPTPCAGTSSAKDVRDFISFL
RPLCRAIVDQVGGKSNLPICLDNKNLCYMVEFESIFTIFGKLLEKIDYCLHRVEEILISKGAAGESESPWFSSCQYVPIL
KVLNCVCKLYRDAEHTLSSVMKLRRLPLNFLIKYLKQDDGCYWLLEHKDVTDFESRRHLVMMMFPEIVADYKELHEKLVD
RSQLLKESFAYISLADPESFRRGLSMKFKNEEATGPGVLREWFYLVCQALFNPQNTLFLACPNDQRRFFPNPVSKVDSLH
LDYFGFCGRMIALALMNKVHVGILFDRVFFLQLAGKSVSLEDVRDADPCFYMNCKKILEMDAEFLDSDALGLTFVREVEE
LGSRKIVELRPGGKDIVVDSKNSGEYVDLLIQNRFVTSISQQLARFAQGFADVLSMARLQKLFFRSLELEDLDRMLCGSN
TALC                                                                            
>Acoe_099_00006                                                                 



MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPNQQRLIFAGKQLQDGRTLADYNIQKESTLHLVLRLKGGAKKR
KKKTYTKPKKIKHKKKKVKLALLHFYKVDDSGKLAKLRKECPKQAWRA                                
>Bdis_1g19697                                                                   
MYIRVKRHKSTYFIQCDPTETILNIKQKLESIIDHPPNNQRLILLATNNVLNDSKTLADQKVPIYLVENDTIVALTLRKD
NNEFEEVSIANPDDFMSSS*                                                            
>Bdis_1g30648                                                                   
MSDGERRDDDVPTTSAADDDDDEDYEEPGGGNHFLGFMFGNVDDSGDLDADYLDEDAKEHLFALADKLGPSLKDIDLTKS
SPAPVDPSEQDYDEKADDAVDYEDIDEEYDGPEVEAATEEDHLLSKKDYFSSNTVFASVNTKASVFDEENYDEDEEPPND
EEPTNNNELPSDSKASVFDEENYDEDEEPPKKHSSVEQLDMSPSNGIPTTEMMSGSLSPRGESMDIEYEQDEVDTEEDQL
ESKSATSLPVLCIEDGSVILKFSEIFGIQEPVRKPKTDHHKRPVSKEIHITSDIVEDDEEVFLRSTIQDLSYLKHIKMNE
DVVESDSDDLISSDTFRLKDSCLSEQPMKDAYIDFPSAQQSPVCPDFYPLEHEDWENGIIWGNSPANEGRHCLKSSIISE
ESGDTQEEEQAKDYGYVSGCYDVQSKNNDSPLITEPFGCTEMPASASYHSPENSYPLLRKETPLEKNNLDEIEPNNINGT
AKINTMKCLNNLSLLNKELLEGSWLDNIIWDPTEDTPKPKLIFDLKDDQMLFEILDEKNGDHLRSHARAMIVSRPMKASA
VEKFDHSNKAVTWSGQFNISNDNFYSNRKMSQQAKSHTKKRSSMGIKVAHSVPAQKLQTMKPKLSNKEIVNFHRPKAKWY
PHENKLAAKLQGDACSHGSMTVIVMTLGGKGVKLVVNAEETPLSVKSKASKKLEFRPSEKIKLFGSGKELQDDISLAMQN
VRPKSILHVVRTEVHLWPKAQKLPGEDKPLRPPGAFRKRTDLSVKDGHVFLMEYCEERPLLLANAGMGARLCTYYQKTSP
TDQTATSLRSNSDGLGTVLAIEPADKSPFLGDIRSGSHQSCLETNMYRAPTFPHKVASTDYLLVRSPKGMLSLRRIDKLY
AVGQQEPHMEVFSPGTKNMQNYLLNRILVYVYREFRVREMPGVPSQIRGDELPIQPPLTEAIVKKRLKHCADLKKLPSGH
TIWIQRPDFRIPSEEELRRLLTPEMVCCHESMQAGQHRLKRLGIEKLTQPVGLASAMNQLPDEAIELAAAAHIERELQIT
SWNLTSNFVACTNQDRENIERLEITGVGDPSGRGLGFSYVRVTPKAPVSNSSHKKKSAAAKGTTVTGTDADLRRLSMDAA
RELLLKFGVPDEQIDKLTRWHRIAMVRKLSSEQAASGITIDEIPVSKFARGQRMSFLQLQQQTKEKCQEIWDRQIQSLSA
IEGDDNGSDTEAHSDLDSFAGDLENLLDAEEFDDEDAGTADMRSDKADGMRGLKMRRCPTQAQSNEEIQDDEAEAALVKK
LLEDSGNDPKRKKQSVDLANYGTSMYNQGANKTKQGKAGQMIKSSGYVSALLTPKEGTPRGGKEIEDSFTEGGLPSKLKT
KQMVDANDIILVKKKNVLGKDGFKEKRQGARGDSLVCGACGQLGHMRTNKLCPRYGEDPETLEMDALDVVSHVQAKTQGK
RLVAKVSSEVPETEGPESIEKIKPVKFRCGAPEKFLERNMSVAGSLVSDKSIMDATDLRSTGKVSKIKICSKVKSEDYPL
DTPKPSVVIRPPAESEKDVPRKKVIIKQPKGHVDLQRALEISSSQEPKKIRKIAELSSFEKKNREDDHLYAGEPSQMNSS
TDRLGLEGNRKNKEVLGGDESWRAFKEQRERQEQRLIEARIYEANREEELQKAKKKSKKKKKHEFRDDDVLDHRPYRNER
KVPERDRTAKRRTPADMTEFAPSAKRRRGGEVELSNILEKIVDLLRENTAISLLFLKPVTKKVAPDYHDIILRPMDLGTI
RDKARKMEYKNRDEFRHDVAQIAVNAHLYNDERHPHIPPLADQLLEMCDYLLDESADVLDDAESAIEA*           
>Bdis_1g30940                                                                   
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPTDTIDRIKERVEEKEGIPPVQQRLIYAGKQLADDKTAKDYNIEGGSVLHLVLALRGGQ*      
>Bdis_1g32700                                                                   
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGQ*                  
>Bdis_1g32860                                                                   
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKDPPFTWCSASVVASKCLSMDLLLSG
FTSLVQGVLRWSCRVSESYL*                                                           
>Bdis_1g43980                                                                   
MKLFVKTLKGTNFEIEASPEASVAEVKRIIEGAQGQNVYPADQQMLIHQGKILKDDTTLEGNNVAENSFLVIMLSKAKAS
PSGPSTASKAPTIQAQPATPVAAATPSGPATPVARTPPSTAPVSASELAPPSAQPPAGSDIPAAAVTASGDADVYSQAAS
NLVSGGSLEQTVQHILDMGGGTWERDMVVRALRAAYNNPERAIDYLYSGIPENVEAPPVARAPAPVQQATNPQALSQAAP
VPPVQPSGVASAGPNANPLNLFPQGVPTGGSNPGAGVGAGAGALDALRALPQFQALLALVQANPQILQPMLQELGKQNPQ
ILRLIQENQAEFLRLVNETPESGAAGNILGQLAAAMPQAAVTVTPEERESIQRLEAMGFNRELVLEVFFACNRDEELAAN
YLLDHGHEYEDQQ*                                                                  
>Bdis_1g56230                                                                   
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLADGRTLADYNIQKESTLHLVLRLRGGMQII
VQHYVSMTTITLEVEPLYTIDIVKAKIQDTVGIPAGEQRLIFAGRQVEDGCTLADCSIQNESTLTLIIRLR*        
>Bdis_1g76314                                                                   
MGGDEGEGGESTGAPPATLHIRGASGNKFAVQADLGTTVGAFKAIVAQSCDVPAPQQRLIYKGRILKDEQTLASYGVDTD
HTIHMVCGAAPPATAAAPAAANHGTSTTTTANTSPAGLGGLLQGLGATGTAGTGLGLPGSGLAGLEQMQQQLTENPNLMR
EILNMPAMQSLMNNPDIMRDMIMNNPQMRELIDRNPDLAHVLNDPSILRQTVEAARNPELMREMMRNTDRAMSNIESSPE
GFNMLRRMYETVQEPFLNATTMAGEGDRNPNPFAALLGNQGSNQARDPAGNAPTTASESTTGSPAPNTNPLPNPWSANAG
SAQGAARPSPASNARSATSGGLGLGGLGSADLGSMLAGGSDASFLNQVLQNPTMMQMMQNIMSNPQSMNQLLNMNPNVRN
MMESNSQMREMFQNPEFLRQLTSPETLQQLISFQQAMTSQLGQQQAGQERTQAGTGAGNVNLNTLMNMFSGLGGGLGVPN
APNVPPEELYATQLAQLQEMGFFDPQENIRALVATAGNVNAAVERLLGNFGQ*                           
>Bdis_1g76321                                                                   



MGGGEGEGGESAGAPPATLHIRGASGNKFAVQADLGTTVGAFKAIVAQSCDVPAPQQRLIYKGRILKDEQTLASYGVETD
HTIHMVRGAAPPATAAPPAAVNHGTSTTTPSNTPAAGLGGLLQGLGATGTAGTGLGFPGTGLAGLEQMQQQLTENPNLMR
EILNMPAMQSIMNNPDIMRDMIMSNPQMRELIDRNPDLAHVLNDPSILRQTVEAARNPELMREMMRNTDRAMSNIESSPE
GFNMLRRMYETVQEPLLNATTMAGEGDRNSNPFAALLGNQGSNQARDPAGNAPTTASESTTGSPAPNTNPLPNPWSANAG
PAQGAARPSPASNARSATSGGLGLGGLGSADLGNMLGGGSDASFLNQVLQNPTMMQMMQNIMSNPQSMNQLLNMNPNVRN
MMESNSQMREMFQNPEFLRQLTSPETLQQLISFQQAMTSQLGQQQAGQERTQAGTGAGNVNLNTLMNMFSGLGAGGGLGV
PNAPNVPPEELYATQLAQLQEMGFFDPQENIRALVATAGNVNAAVERLLGNFGQ*                         
>Bdis_1g77187                                                                   
MGTIKITLAVDRSRNRVLFADAGSDFVEILLSFLKLPLSAVQSIAGLTSCGCLTKLRDSVNHLTDSELLKVGLCHGMLLA
PTHADEFNEIWNTETCLRGKERFIISDGWMIKPASTSSMLSLPQMFGSDGVGHGFEEVTVCVGSVEVFPLLKASLSSDTI
FTDVFISKGTDDQASRLTVKPTINQKILHHSSNYSLSLPESKVKLFYDIQEKKVMYAECNREFVHLLLGFLTYPVGCMIK
NTGASPCRLGRSFSNLYRSAIDLGGAGFLTRCLPKLFDSLSHIICQAVDCPCTKDRMLTCYCCHPELVEDQKYVVANDLL
IHQASGLSVMKHWFMRDKAKVLEMDIAIGKQETAALLQAVLTSSSTALTDVFLGRLEEQSAWQKMQIFAKLPRGGKIITV
EVARLDTIATVKSRIRDKVPVPAGCRHELVYGSRYLKDSCTVGEYNIVKECTIICEFYKK*MGTIKITLAVDRSRNRVLF
ADAGSDFVEILLSFLKLPLSAVQSIAGLTSCGCLTKLRDSVNHLTDSELLKVGLCHGMLLAPTHADEFNEIWNTETCLRG
KERFIISDGWMIKPASTSSMLSLPQMFGSDGVGHGFEEVTVCVGSVEVFPLLKASLSSDTIFTDVFISKGTDDQASRLTV
KPTINQKILHHSSNYSLSLPESKVKLFYDIQEKKVMYAECNREFVHLLLGFLTYPVGCMIKNTGASPCRLGRSFSNLYRS
AIDLGGAGFLTRCLPKLFDSLSHIICQAVDCPCTKDRMLTCYCCHPELVEDQKYVVANDLLIHQASGLSVMKHWFMRDKA
KVLEMDIAIGKQEAGGTVSMAEDADLCQAPQGW*                                              
>Bdis_2g09850                                                                   
MGAPMVAPMLLLPAPDGDGDHQQQQQMSPASAGAAPSKPEPAPTVATHTRTIGIIHPPPDIRVIIEKTATFVAKNGPEFE
RRIVAHNQGNAKFNFLQSSDPYHGYYQHRISELAAQPPTTDASAAPESEDGQQLPSDSAAPADGADAKPDHSAPFRIPPP
TKVLVPPKAELYTVRLPEGITGEELDIIKLTAQFVARNGKSFLTSLAQRESNNPQFNFIRPTHSMFTFFTMLTDAYSRVL
RPEEGVPALIRELQEGSKDLTTVLERCLNRLEWDRSQEHAKQQAEDEIELERMQMSMIDWHDFVVVETIEFADDEFEGLP
VPPTLEELKRRKRMETLGEEEPMELAEPAKDVEMEMDEEEMQLVEEGMKAARLEENEGGAQVKVAGDEEPPMRIVKNYKR
PEERIPAERDPTKFVVSPITGELIPISEMEEHMRISLIDPKYKEQKERMLAKIKETTLAPDDEISRNIVGLARTRPDIFG
TTEEEVSNAVKAEIEKKKDEQPKQVIWDGHSGSIGRTATQAMSMGGEEQVDASNVPGPAPLPRAGMPLPRPPQPLSLVNV
PRFTPNQMPYHVQPPVHHMQGVPHMMSNMHPPPPPPGQQQMIRMPGPMIHMPNNIPPPPGHNTQFMAGPPRFPMPPPSHM
QAMPTMVSPMGIPQPPPPLPPQPPAEEQPPLPDEPEPKRQRTDDASLIPAEQFLAQHPGPARISVSVPNLDEGNLRGQVL
EINIQSLSDTVGSLKEQIAGELQLPANKQKLSVRTSFLKDNLTLAYYNVGPGVVINLALRERGGRKK*            
>Bdis_2g12280                                                                   
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKQKHKHKKVKLAVLQFYKVDDSTGKVTRLRKECPNADCGAGTFMANHFDRHYCGKCGLTYVYNQKA*    
>Bdis_2g12325                                                                   
MQIFVKTLTGKTITLEVESRDTIDSVKAKIQDKEGIPPDQQRLIFAGKQLDDGRTLADYNIQKESTLHLVLRLRGGSRGG
YPKYLAIDLRLLAQKYNENMMVCRKCYARLPLNSTNCRKRKCGHSSEVRMKKRFISKAKMQIFVKTLTGKTITLEVESSD
TIDNVKAKIHDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGSRGQYPKNLEPNLRILAQKYNENKM
VCRKCYARLPLRATHCRKKKCGHSNQLREKKRFMSKFGSDS*                                      
>Bdis_2g12405                                                                   
MQIFVKTLTGKTITLEVESRDTIDNVKAKIQDKEGITPDQQRLIFSGKQLEDGRTMAKYNIQKESTLHLVLRLFGGGRGW
YPRIDPNLRILALKHNENKMVCRKCFARLPVRSINCRKKKCGHSNQVRPKKKFASKHGW*                    
>Bdis_2g28050                                                                   
MQIFVKTLTGKTITLEVESSDTIDNIKAKIQDREGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGSRGH
YIIKEPSLLQLALKYNEKKMVCRKCYARLPFRATNCRKKKCGHTDQIRLKKKFINQLSM*                    
>Bdis_2g34750                                                                   
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKQKHKHKKVKLAVLQFYKVDDATGKVTRLRKECPNAECGAGTFMANHFDRHYCGKCGLTYVYNQKA*    
>Bdis_2g38315                                                                   
MQIFAKTPAGKTITLEVDSSHTLQDVKARSRPRKQQRVIFAGKQLEEEEDDGRTLSDYGVQQESTLQLALRLSGGFRGCL
YRFEPSLRALAEKHNSNKMICCKCYARLPLRATNCRKKKCGHSNQVELLIFVYSLLPAM*                    
>Bdis_2g40820                                                                   
MPTVSVKWQKEVFPGIEIDTNQPPVVFKTQLYTLTGVPPERQKIMVKGGILKDDADWSTLGVKDGQKLMMIGTADEIVKA
PEKGPVFVEDLPEEEQAAALGHSAGLYNLGNTCYMNSTLQCLHSVPELKSALLSYSDNVRGNGVDQASHSLTVATRNTFG
ELDQSVRPVAPLHFLQMLRKKYPQFAQQQNNVYMQQDAEECWTQLIYTLSQTLASEASEPSATQMKELFGIDLVSRVHCA
ESGEVSSEAESVYSLKCHISHEVNHLHEGLKHGLKTELEKVSPTLGRTAIYTRESRINELPRYLTVQFVRFFWKRESNQK
AKILRKVDYPLELDVYDFCSDELKQKLQAPRQVLRDAENAKFGLKVQGKTSSSKDEGSSSSAGESSSMDIDKADSSLPKK
QLTGIYDLIAVLTHKGRSADSGHYVGWVKQDDGKWIEFDDDNPSIRKEEEILKLSGGGDWHMAYICLYKARTI*MPTVSV
KWQKEVFPGIEIDTNQPPVVFKTQLYTLTGVPPERQKIMVKGGILKDDADWSTLGVKDGQKLMMIGTADEIVKAPEKGPV
FVEDLPEEEQAAALGHSAGLYNLGNTCYMNSTLQCLHSVPELKSALLSYSDNVRGNGVDQASHSLTVATRNTFGELDQSV
RPVAPLHFLQMLRKKYPQFAQQQNNVYMQQDAEECWTQLIYTLSQTLASEASEPSATQMKELFGIDLVSRVHCAESGEGL
KTELEKVSPTLGRTAIYTRESRINELPRYLTVQFVRFFWKRESNQKAKILRKVDYPLELDVYDFCSDELKQKLQAPRQVL
RDAENAKFGLKVQGKTSSSKDEGSSSSAGESSSMDIDKADSSLPKKQLTGIYDLIAVLTHKGRSADSGHYVGWVKQDDGK



WIEFDDDNPSIRKEEEILKLSGGGDWHMAYICLYKARTI*                                        
>Bdis_2g54040                                                                   
MGGGRSGAREAEEGDWEVRPGGMLVQRRDGDDGPAVRLRVSHGPTLRDVLVPAQATFGELKRVLSQATGLEPERQRLFFR
GKEKSDDDFLHAAGAKDGSKLLLLEKHIPANVEQKVEPVMMDESMMRACEAVVRVRSEVDKLSAKVCDLEKSVLAGRKVE
DKEFVVLTELLMVQLLKLDGIEAEGEARAQRKAEVRRVQNLVETLDKLKARNANPFSDSNKSVSVTTQWETFDNGMGSLN
APPPRFSSTQNDTDWEQFD*                                                            
>Bdis_2g56587                                                                   
MAETSSSSSSAAAPAPAPSSDPAVDPTAIASMAEEAPPEEMTLVVKWSGKEYTVRAAGDDTLGELKMRICEVTDVLPKRQ
KLLYPRLMLKDDSVLLSSLPLKPSLKFSMIGTVEEEILVDRPDDPEVLDDHELLQDEVTAIKDKDVYRQKLIRRAKQYKV
KLLNPCREGKRLLVLDIDYTLFDHKSPAENPLELMRPFLHEFLTAAYAEYDIMIWSATSMKWVQLKMEQLGVLSNPGYKI
TALLDHMGMITVQSEKHSEKRTFDCKPLGLIWTKFPEYYNENNTIMFDDLRRNFVMNPQNGLVIKPFRQASRNRASDREL
IKLTQYLLAIAELEDFSKLDHDRWQSFIEGNGKRHRRR*                                         
>Bdis_2g58087                                                                   
MLVQKRRSPDDDDEYGGVEEVILVRVSTGSGGAWHDVSIDATATFGDLKVLLSLATGLWPREQRLLYRGRERDDADHLHM
AGVQDKDKVLLLEDPAVTERKLRSTTLAQLMGVPCHSFIQV*                                      
>Bdis_3g00680                                                                   
MAAHASGGASGSTVKAGCDDPESTIEINIKTLDGQVHKLRVKKNFPAMLDELIAKSSQETVLNLKEKIVDAAGIPVDKQL
LIFRGRILNEDHNLLSEYFNVAENGGMLGDLQRELLVDLYSEGGDTLRDILDVLDILDVLGHGTPDDVEIGAFSGPLTTA
PEGANDVGRTQTGNPAQPRMAGGDASGGASGSTVKAGCGDPESTIEINIKTMDGQVRKLRVKKNKMGVQLPVNPQLLAML
DELIAKSSQETVLNLKEKIADAAGIPVDHQRLIFRGRVLNDNHSLLSEYCILLFLHFCQAYKYKLLDLQLRANILLALLK
KAPTLMESIDDLRSEGMIGDLARDILNMLDFIGLGMPDDVENGAFSVPSTIAPEGANNAGRTQTGNPTQPRFSILNNQIR
VPQFQPGETIPRNMVIPDSMMTLLGYINRMDQVLQNNGVPSVDSNAQQQQRSADAYLNQRFPSPEVLVSVVERAQQLLGG
SASSALSQIQNESAQLGVAMQHLGAMLLELGRTMTMLRMGTSPANAFVNAGSAIYINPAGPNPIMVQPSFQSAPRSGVSS
IPVLGASPVVIVDTSQTSGANDDGDIFGAVLEITCCSSSQAFGEDESIPVMLEELANDQSLPMSTGNFCSSKSARGYNQN
LRLRSSLEAWHEEWVIHYSRFGGYMGRKPCVRSRSFAR*                                         
>Bdis_3g04730                                                                   
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGQ*          
>Bdis_3g05920                                                                   
MKLTVKTLKGTHFEIRVQQNDTIMAVKKNIEEIQGKDNYPWGQQLLIHTGKILKDESTLEENQVSEDGSLVVMLSKSKAS
VSSGASSAQPSSIPVTRQAPPDAQIQAAESSVPPTTTSQPERPPAETPLNTVDHVASDLLSGSNLDTMINQIMEMGGGSW
DRDKVQRALRAAYNNPERAVDYLYSGIPVTAEVAVPVGPQGANSTDAAPPGVTGLSGIPNTAPLNLFPQGASNAGGAAGG
GSLDFLRNNQQFQALREMVHTNPQILQPMLQELSKQNPQLLRLIQENNDEFLGLLNENFDAGDGDFLDQPDEDEMPHAIS
VTPEEQEAIGRLEAMGFDRARVIEAFFACDRNEQLAVNYLLEHAGDEE*MKLTVKTLKGTHFEIRVQQNDTIMAVKKNIE
EIQGKDNYPWGQQLLIHTGKILKDESTLEENQVSEDGSLVVMLSKSKASVSSGASSAQPSSIPVTRQAPPDAQIQAAESS
VPPTTTSQPERPPAETPLNTVDHVASDLLSGSNLDTMINQIMEMGGGSWDRDKVQRALRAAYNNPERAVDYLYSGIPVTA
EVAVPVGPQGANSTDAAPPGVTGLSGIPNTAPLNLFPQGASNAGGAAGGGSLDFLRNNQQFQALREMVHTNPQILQPMLQ
ELGRVDPQLLRLIQENSDEFFGLPNENFDAGDG*                                              
>Bdis_3g07286                                                                   
MKLTVMTADEQILTLDVDPDESVENLKALLEVETQVPLQQQLLHFNGKEMNNAEKLSAIGVHDGDLVMMVPSSNNRTSQD
QMRLNPDGSAVNPQALQQHFRGDSQLMAQLLQNDPSLAQAILGDDINALQNILRSHHQQRLQLKRKQEEELALMYADPFD
VEAQKKIEAAIRQKGIDENWEAAIEHNPEAFGRVVMLYVDMEVNGVPLKAFVDSGAQSTIISKDCAERCGLLRLLDQRYR
GVAIGVGQSEILGRIHVAPIKIGHAFYPCSFTVLDAANMEFLFGLDMLRKHQCIIDLKDNVLRVGGGEVSVPFLHEKDIP
SHIRDEEKLSKLEPLSKGTAGESSKAREKTPDVPLRSSPAGPAVVPPQGGDFEAKVTKLVELGFDRASVIQALKLCNGNE
DQAAGFLFGG*                                                                     
>Bdis_3g10620                                                                   
MSAAGVATLSPLLDQLAYVPNCLHRLEPLDSILIFLAMPGTPPMPMRVLRSESIASVKLRIQRSNGFVVTKQRLVFSGHE
LSCNNSHVRDCGLADGNVLHLVLRLADLRSITIKTASGKKFKYQMASGSNVGYLKKKLAAETGEQLERLEDQRLVCDGEE
LEDNQLITDICRKGAAVIHLFIRTPAKVKTQQIDKDTVVTVVNPEGSDNFQIDALDLTKPASGVHPPVEPIIVNRKVELS
PAVMKMISSTRAGLDNGFLPVMSTEGSGGVYFMQDPSGHSNVAVFKPIDEEPMAENNPRGFPFSVDGEGLKRGTRVGEGA
LREVAAYILDHPIDGCKSSEATGFSGVPPTALVRCSHKGKGFKIGSLQIFVNNHGSCEDMGPRDFPVQEVQKIAVLDIRL
ANADRHAGNILVCRDGEDHLKLVPIDHGYCLPEKFEDCTFEWLYWPQARESFSAETTAYIASLDADKDIALLKFYGWNLS
PQCARVLCISTMLLKKGAERGLAPYDVGSILCRKTANKESEIEGIINEAEDAVLPETSEEMFLEAVSEIMDRHLDNMLSK
LTK*                                                                            
>Bdis_3g15350                                                                   
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGHTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYSIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGL*          
>Bdis_3g19947                                                                   
MDCDSSNVQMSHCAEDSETTIEINIKTLDSQTYNLRVNKCVPVPLLKEKIATVTGILSEQQRLICRGRVLKDDELLSAYH
VEDGHTLHLVVRQPGQPATSGNAGNEAPSANSAHHHGPTVARSIVLEAVNLDQGGEFSSLAQILQSLFSAASGGPAPSDT



RPSEPTQPSFPNGARVELDQQQASLLFPEATPGSSEPNVIPDSLTTISQYIEFMRDSFRREGFNENGQPIGNIDHRNTQS
AHVGGTQNQESQPDSSSAQHGLPTASLLAETMYSTRQLLVDLAGPLLSQLSAQLGDLVNVSDSATRRNLQHGAMRHGVLL
QNLGSLLLELGRTTMMLRINPAPSEAVVNSGPAVFISPSGPNPLMVPPVPFFPGARSVQMGPIFSSLSSQGSVLHPREAD
IHARTSGSVPVASTNPSEPVGAQQAQERTDRTGNASHTNVREASARVTGGAPFAVGSGVRLLPLRTVVAVPAGIRRPPSG
SSSGGVGVIYPMVTRIQQRVNTSGSDARNGQTPNEPGRSDTHATVQPNPQPSQAHETGNPVFPVDVNVSNSSQASPGQQN
GQSPLLSHLMDNFQWIGSASSVGNSRANVTSQHVPMSSAEQVDVTNRGAPEVPGVSNEGIRFANFLQQIMPFISQVENQP
QSTPGDGSSIPSQVASGSSNSARDEPSDSRRNSHDHNRDPVDGPNSKRQRTSD*MDCDSSNVQMSHCAEDSETTIEINIK
TLDSQTYNLRVNKCVPVPLLKEKIATVTGILSEQQRLICRGRVLKDDELLSAYHVEDGHTLHLVVRQPGQPATSGNAGNE
APSANSAHHHGPTVARSIVLEAVNLDQGGEFSSLAQILQSLFSAASGGPAPSDTRPSEPTQPSFPNGARVELDQQQASLL
FPEATPGSSEPNVIPDSLTTISQYIEFMRDSFRREGFNENGQPIGNIDHRNTQSAHVGGTQNQESQPDSSSAQHGLPTAS
LLAETMYSTRQLLVDLAGPLLSQLSAQLGDLVNVSDSATRRNLQHGAMRHGVLLQNLGSLLLELGRTTMMLRINPAPSEA
VVNSGPAVFISPSGPNPLMVPPVPFFPGARSVQMGPIFSSLSSQGSVLHPREADIHARTSGSVPVASTNPSEPVGAQQAQ
ERTDRTGNASHTNVREASARVTGGAPFAVGSGVRLLPLRTVVAVPAGIRRPPSGSSSGGVGVIYPMVTRIQQRVNTSGSD
ARNGQTPNEPGRSDTHATVQPNPQPSQAHETASSVGNSRANVTSQHVPMSSAEQVDVTNRGAPEVPGVSNEGIRFANFLQ
QIMPFISQVENQPQSTPGDGSSIPSQVASGSSNSARDEPSDSRRNSHDHNRDPVDGPNSKRQRTSD*             
>Bdis_3g27860                                                                   
METSPPTITVHVKFAGRTIPVEVPASASTAELKLLLQPLTNVLPRGQKLICKGKVLADAASLSSMQVGNGSKVMLVASQG
LHQGDGPITKTSNGPAPSAKRTSNVKENEAQKPEIIIKSRQERWKITGVIALSDSSLKAVPEEVWDCGSSIRVLDACNNS
IEAIPEKIVALNSLNKLLLTANDISDGGICWEGLSCVQTLTVLSLSQNRLVTLPPSLGSLTFLRELRIANNMLGNLPVEI
GLLKQLEILIANNNRLTTLPSSIGDCESLLEVELSSNLLAELPEAFGNLQNLKTLHLRNNGLSSLPSTLFKKCWRLTTLD
LHGTGITNDILRQVEGWEEFDERRRQKHQKQLDFRVGSSGFFDEGADDDNRRA*                          
>Bdis_3g28690                                                                   
MKRRATMDGPQEQPAASYKIHVKMLKTVTLDVNCTDTVDQIKSKFSTIEGIDKSMQELFFAGIHLKNHGKVADYNIMPNS
SVELYVTDRMQISVDIPSDVPSDGKTIRLNMKKSNKVVDVKAEIEQKEGIPINRQMLIYEGRHLENNHMLSQCGLTNDPA
LLLLVRPTDNLHVFVNVGDKRFVSLTVKCWHTVAIVKSMIDSLEGLPAWNQILMQPRSGVDVVLKDSKTLQAQGVKNNDI
LILQQKVQHMRNNQTVQVFIRLWEGKTVTMFLNLSDRVEEVMKKIEEKLLIKEGIYYLCYQGHHLSSFDTLQKHGVKRHS
TITIRLRLRDPNPVKPRPGN*                                                           
>Bdis_3g29730                                                                   
MQIFVKTLTGKTITLEVESSDTIENVKAKVQDKEGVPPEQQRLIFAGKQLEDGRTLADYNVQKESTLHLVLRLRGGAKKR
KKKTHTTPKKAKHERTKTELAVLGLYRVDEATGAVERLRKECPNPECGAGTFMAAHADRLACGKCGLTYAKSQGPEVV* 
>Bdis_3g36460                                                                   
MKVSIKTLKGSSFEIEVDPTSKVVDLKKLIENTQGQNVYPADQQMLIHQGNVLKNDTTLEENKVLENNFIVIMLSKKGST
SAASGTAKEPTKQPMVDRAAPVAPAMQLPAEQTPVSTPVSAPVPTALAVAPPAATAAAAAASTQADPYGQAASSLVAGSN
LEGTVQSILEMGGGAWDRDTVVHALRAAFNNPERAVEYLYTGVPEQEAPAPAQEPPALGQQGDPVQAPQSQQAVASSGPN
ANPLDLFPQVLPNASANAAGGNLDVLRNNSQFRGLLSLVQANPQILQPLLQELGKQNPQILQLIQENQAEFLRLINEPAE
GAEGNLLEQFGAGVPQTVAVTPAENEAIQRLEHMGFDRDLVLEVFFACNKDEQLAANYLLDHMNEFDDEAPEPPQ*MKVS
IKTLKGSSFEIEVDPTSKVVDLKKLIENTQGQNVYPADQQMLIHQGNVLKNDTTLEENKVLENNFIVIMLSKKGSTSAAS
GTAKEPTKQPMVDRAAPVAPAMQLPAEQTPVTPVSAPVPTALAVAPPAATAAAAAASTQADPYGQAASSLVAGSNLEGTV
QSILEMGGGAWDRDTVVHALRAAFNNPERAVEYLYTGVPEQEAPAPAQEPPALGQQGDPVQAPQSQQAVASSGPNANPLD
LFPQVLPNASANAAGGNLDVLRNNSQFRGLLSLVQANPQILQPLLQELGKQNPQILQLIQENQAEFLRLINEPAEGAEGN
LLEQFGAGVPQTVAVTPAENEAIQRLEHMGFDRDLVLEVFFACNKDEQLAANYLLDHMNEFDDEAPEPPQ*         
>Bdis_3g47820                                                                   
MIKLRYSKRLFKRSSSRASACFGGGHGSVAGGGGGGGGEEIEWEVRPGGMLVQKRDGGRAEEVIVVRVSTGFSWHDVSIG
ATCTFGELKVMLSMATGLEPREQRLLFRGKEREDTEHLHMVGVRDKDKVLLLEDPALKDMKLRAAARTAAARRVVQSPCH
PFIQV*                                                                          
>Bdis_3g49330                                                                   
MIELVLNDRLGKKVRVKCNEDDTIGDLKKLVAAQTGTRADKIRIQKWYTTYKDHITLADYEIHDGMGLELYYN*      
>Bdis_3g52300                                                                   
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGALMQWCLNPEVW
L*                                                                              
>Bdis_4g10305                                                                   
MQIYVMETRARWTIALEVDSLDTIDEVKSKIQVKEGFPKVQQCLIFDNKQLDDGKFTLADHNIWRESTILLVLLQPSPTR
GTTMRICVRTMDGKEIPLDVESSDTVDDVKMKIYEKDGTRPVQQRLIHEGIRLLDDYTLADYEIEKGDIRSSI*      
>Bdis_4g10326                                                                   
MEGVHHPSCPQAIFVQTMRGGTITLNVESTDTVNDVKVKIYEKDGTRPIQQRLIFCGKQMEDDRTLADYNIENGRTLDVV
LCQCGC*                                                                         
>Bdis_4g13202                                                                   
MYIFVKNPTSRTICLKVQSSDTLCTVKAKIQEQHFLAFDGKKLEDNLTLADYDIQHGSMLDLQEKMQIYVKETLADRTII
LEVDSLDTIGNVKAKMEDKDGFLKGQQCLIFGSKQLEDERTLADHNVLKDSTLLLVLHPSLPRGTTMHIYVQKVEGKGKP
ITLEVESHDTINVVKMKISEKDGTRPIQCRLMFDCTVLKDYRTLADYGIERGDTLDFFMCLCGC*               



>Bdis_4g28550                                                                   
MQIFVKTLTGKTITLEVESSDTIDNVKAKLEDGRTLADYNIQKESTLHLVLRLRGGTTIKIKTLTGKEIAIDIEPTDTID
RIKERIEEKEGIPPVQQRLIFGGKQIADDKTAMDYNIKAGDVLHLVLALRGGRC*                         
>Bdis_4g29870                                                                   
MKVSVKTLKGSSFQIEVNPADKVSDVKKLIESSQGQNVYPADQQMLIHQGTVLKDDTTLEESKVLENNFLVIMLRQNKGS
SSAAPAKSKEPSNQAPPTQTVPANPPSQAPVVPAPPAAAAPAPIVPISAPTPTATASPASAVAVSTEAETYGQAASNLVA
GGNLEATIQSILEMGGGTWDRDTVLRALRAAFNNPERAVEYLYSGIPEPMEIPAPPPSAQPADPVQALQATQPAVASSGP
NASPLDLFPQALPNASANAAGEGNLDVLRNNAQFRSLLSLVQANPQILQPLLQELGKQNPQILQLIQDNQAEFLRLINEP
AEGDEDENLLDQFAEGVPQTIAVTPEENEAILRLEGMGFDRALVLEVYFACNKDETLAANYLLDHMNEFDDGAPQ*    
>Bdis_4g30470                                                                   
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPTDTIDRIKERVEEKEGIPPVQQRLIYAGKQLADDKTAKDYNIEGGSVLHLVLALRGGY*      
>Bdis_4g33360                                                                   
MDVTFVCSSGEAPFKMEVGFFDTVQDIKQKLQGRKGWPAAAMSLSHNGDLLLADDGAIERHGVVEGSVIRVALLDADGRS
RHQQHQRQKKRTRPSTKKTLRVTVVSRCGAGRVEVAVGARGAPVGPTLRGALAAAAGFPLPRDGAFFFIHRQGVMDESRS
FEWHGVAAGDEVVVFDGSVTRGGGPAY*                                                    
>Bdis_4g38540                                                                   
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGIIEP
SLQALARKYNQEKMICRKCYARLHPRAVNCRKKKCGHSNQLRPKKKIKN*                              
>Bdis_4g42980                                                                   
MIEVVLNDRLGKKVRVKCNEDDTIGDLKKLVAAQTGTRPEKIRIQKWYTIYKDHITLGDYEIHDGMGLELYYN*      
>Bdis_5g07196                                                                   
MQIFMKTLTGKTITLEVKSSDTIDNVKAKIQDKEGIPPDQQQLIFAGK*                               
>Bdis_5g13717                                                                   
MIKLRCPKRLFRRSSSSKSSSSSSGSSDGGGDVVRSGSGEIEWEVRPGGMLVQRRDGRGEEMITVRVATTGFSWHEVSIG
ATCTFGELKVIVSMVTGLEPREQRLLFRGKEREDSDHLHMVGVRDKDKVLLLEDPALKDMKLRASLAAQAVQSPYQSFIQ
V*                                                                              
>Bdis_5g22070                                                                   
MATVMQRSSSDGGSSSGWSEAGAAAAAGEEKAGWEVRPSGMVVQARDREDGAGVPPRPPPPEIRVRVKYGAARHEVAVSP
IATFGDLKKVLEARTGLRPAEQLVTYKGRERSNSEYLDACGVKNKSKLVVSEDPVSLERRFIERQRNARIQSANRALGAI
ALEVDKLADQVKSIEKSVSGGRKVAEVQITTLIELLMRHAVKLESIAADGDSSSSSQKNIQSKRVQKCVETLDVLKVSNA
RLQTVVVTTKWETFDTPATTQWELFD*                                                     
>Sbic_01g004180                                                                 
MTPAMPPPPCADDRATTASSRHRESSSGGPALPVATTTTMRVMVRTLRGDRVALDVDGGATTVAQLKAMVMAREGVAVGA
QRLFFAGRHLDDDGLPVAHYGVGHGSVVFLSLRLRADDDASHQEMRNVQTQPEQPVTTVSQLLMIDQQLTMRFEDGDDHG
GGGGGGEEEAVVKTTRPPVSRRSLRKILSRLHVDVWTAQHDAKLLDLLLLRQRTRGGGGGVSDLTADDWSAIRAELNAAT
GSAFPVEELQRRVAELRREFDAVSRIKDHPRFTYDARRRVVVAKEAEWKRYVLENPDAVAYEGRSTHFGRLRAIFSGGGG
GVAETRGNGGPMRRESRAKRCLSKLLRSFGLRCKL*                                            
>Sbic_01g018455                                                                 
TITLEVEPSSDTVASVKAKVQDIEGIPPDEQRLIFAGKELKDGPTLADYSVHKEDMLNLCLRLLGGGKKRKKKTFTTPKK
GKHEHKSAGLDAVLGRYRVDEATGKVERLRKECPNAECGPGVFMAAHADRHAC                           
>Sbic_01g019430                                                                 
MDSRHQQQSEHYKVLSTEIGGDTIVLKDTDTLHSQHVKNNDILTLHMDRTVQFFVRTLEGKTLTMMQNLSDTTKDIMKKI
EERLPIKPGIYRLCYRGHAMSLEDPLLKYKVESDTTIHICLIGEVKGKQKG*                            
>Sbic_01g019440                                                                 
MDSRYGQPPHYKIYVKMMKTVPLDVKSTDTIDQIKSQISALEGIDSSQQALFFAGNQLEKDNRLADYNIMANSCVDLYVT
DGMQISVSIPSVGKTIKLNLKKSQSVADVKAVIEQKGGIPLDEQILMYGCQKLEDNKLLSQCGLSNGHTLHVLVCPTDKL
RISVDVDGERTINVDVKSWYTVADVKLMIETLEGLPASTQILMRTQPGGANTQYSKTLKHCRINTSRTMTLSLYILKSTS
SSRHMKVGH*                                                                      
>Sbic_01g020290                                                                 
MEAAPTTITVQVKFAGRTIPVEVPAAASGAELKRLLQPLTNVLPRGQKLICKGKVLEDAASLSSMQVVDGSKVMLIASQG
LHQGDGPITKNSNSSATTVRRPSNAKENQAQKPEAVVTKSRSERWKLTGVVALHDCDLKVVPEEVWDCGPSIRILDINNN
SIKEIPHKISALKSLNKLLLTANDIADDSICWEGLSCLQKLLNLSLSKNRLVSLPSTLGLLTSLRELRVANNRLDNLPIE
IGQLKHLQILIASNNRITSLPSSIGDCESLAEVDLSSNLLTELPEAFGYLCNLKVLHIRNNGLTSLPATLFKKCSQLITL
DLHGTEITNDVLRQVEGWEEFDERRRQKHQKQLDFRVGSSGVFDEGADDDNRRR*                         
>Sbic_01g030340                                                                 
MASGGEGAGSGESPPAASVEAAAGEATLHIRCANGSKFTVQTDLGATVGAFKEVVAGSCDVPAPQQRLIYKGRILKDEQT
LESYGVETDHTIHLVRGVAPPAASSAPAAASPLASSTPSSGPAGGLGGLFPGLGAPASGRPSGIFGPGFPELEQVEQHLS
QNPNLMREIMNMPAMQNLMNNPDLIRNMIMSNPQMREIMDRNPDLAHVLNDPSVLRQTLEAARNPEIMREMMRNTDRAMS
NIESSPEGFNMLRRMYETVQEPLLNATTMGGEGNTASNPFSALLGNQGSNQPGQGQPATNAPATGSESTTGTPAPNTNPL
PNPWSTNAGSAQGATRSSPSGNARTGASGGVAGTGATGGLGGLGSPDLSSLLGGLAGNPRTGAAGGLGGLGSPDLGNMLG
GSPDVSLFNQMLQNPAMMQMMQSIMSDPQTMNQLLNFNPNTRNLMESNTQMREMLQNPEFLRQLTSPDTLQQLLSFQQSL



LGQLGQLQPSQGGNNAGSATGTQGNPSLDTLMSMLSGLGSGGGLGVPNTSNVPPEELYATQLTQLQEMGFIDTAENIQAL
VATAGNVHAAVERLLGNLGQ*                                                           
>Sbic_01g041800                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGIIEP
SLQALARKYNQDKMICRKCYARLHPRAVNCRKKKCGHSNQLRAKKKIKN*                              
>Sbic_01g048260                                                                 
MGGGDGDADAGGEPAAAQATLHIRCTNGSKFAVRADLGTTVGAFKAIVAESCDVPAPQQRLIYKGRILKDDQTLASYGVE
TDHTIHMVRGAAPPPASTAPAANQEPTTAAPASSPAAGLGGLLQSLGATGAAANSGGSGLFGSGLPELDQMQQQLAENPN
LMREIMNMPLMQNLMNSPELIRSIIMNNPQMRELIDRNPDLAHVLNDPSIMRQTFEAVRNPELMREMMRNTDRAMSNIES
SPEGFNMLRRMYETVQEPFLNATTMGSEGDRNSNPFAALLGNQGSNQARDSAANGTTTASDPTSGSPAPNTNPLPNPWGP
NAGSTQGAARSPPASNTRSTTASGLGGLGSADLGSMLGASGGGSDATFLTQVLQNPTMMQMMQNIMSNPQSMNQLLNMNP
NVRNMMESNTQMREMIQNPEFLRQLTSPETLQQLISFQQSLMSQLGQQQAGQERTQSGSGAGNVNLNTLMNMFSGLGAGG
GLGVPNAPNVPPEELYATQLAQLQEMGFFDTQENIRALAATAGNVHAAVERLLGNMGQ*                     
>Sbic_02g022750                                                                 
MQIFVKTLTGKTVTLEVESSDTVANVKAKIQDKEGIPPDQQRLIFAGKQLEDERTLADYNIQKESTLHLVLRLRGGGGKG
GSYPKIDLNLLQLALKYRQHKMICRKCYARNSVRAENCRKKKCGHTSDSDDLPVLKALS*                    
>Sbic_02g024340                                                                 
MKVSVKTLKGSSFQIEVEPTDKVADVKKVIESIQENASYPADQQVLIHQGKVLKDDTTLEENQVVENNFLVIMLRQYNCN
LSQNKGSSSAAPAKATANQAPPTQTVPATPTQMSAAPAAPAPIVPVSAPAATATALAAPAVAVSTEADSYGQAASNLVAG
SNLEGTIQSILEMGGGTWDRDTVLRALRAAYNNPERAVEYLYSGIPEQMEAPAPPPSSQPANPVQAAQTAQAVVPSSGPN
ANPLDLFPQSLPNASANAGAGNLDVLRNNAQFQNLLGLVQANPQILQPLLQELGKQNPQVMQLIQENQAEFMRLINEPLE
GDEENEMMLDQMADAAETIAVTPEENEAILRLEGMGFDRALVLEVFFACNKNEQLAANYLLDHMHEFDNDDGLGGPPL*M
KVSVKTLKGSSFQIEVEPTDKVADVKKVIESIQENASYPADQQVLIHQGKVLKDDTTLEENQVVENNFLVIMLRQNKGSS
SAAPAKATANQAPPTQTVPATPTQMSAAPAAPAPIVPVSAPAATATALAAPAVAVSTEADSYGQAASNLVAGSNLEGTIQ
SILEMGGGTWDRDTVLRALRAAYNNPERAVEYLYSGIPEQMEAPAPPPSSQPANPVQAAQTAQAVVPSSGPNANPLDLFP
QSLPNASANAGAGNLDVLRNNAQFQNLLGLVQANPQILQPLLQELGKQNPQVMQLIQENQAEFMRLINEPLEGDEENEMM
LDQMADAAETIAVTPEENEAILRLEGMGFDRALVLEVFFACNKNEQLAANYLLDHMHEFDNDDGLGGPPL*         
>Sbic_02g024880                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPTDTIDRIKERVEEKEGIPPVQQRLIYAGKQLADDKTAKDYNIEGGSVLHLVLALRGGY*      
>Sbic_02g027940                                                                 
MSMAALRGRTLIDRSIGTSGQGMDVTFVCSGEEAFKMEVGYFDTVQDVKEKLQSRRGWPAAATSLIHNGAVLDDDVDGGG
SGIERHGVVEGSVIHVALLDGAQHQQPQNKRTEKRKRRGEAAPLPLRVTVVSRCGEGRMEVAVGARAAVSVLRAELERAR
GVGAPFPLPRDGAYFFIHGQSVMDESRSFEWHGVATGDEVVVFDGSVTRNPA*                           
>Sbic_02g030380                                                                 
MMRARPKGTFADAMRESSPPPAPASAAAAAAVKEDEWEVRPGGMLVQKRSPDADAPAGAPVPTIRVKVKFNGVYHEIYIN
SQASFGELKKLLSARTGLHPEDQKLVYKDKERDSKAFLDMAGVKDRSKMVLLEDPAAQAKRLLEQRRTDKAERAAKSISR
ISLDVDKLATKVSALETIVSKGGKVVDADVVTLTEALMNELVKLDSIAAEGEVKVQRRMQEKRVQKYVETLDAIRAKNAA
AAAPKANGNMNGHAKPRAPHLPPRPPPVSQRRNFQQQPSPAPPTQSWESFDLLSSVPSTSSAAVTTTMAAATTTSPAGAS
PSPIPRFDWELF*MLSSPAGELKKLLSARTGLHPEDQKLVYKDKERDSKAFLDMAGVKDRSKMVLLEDPAAQAKRLLEQR
RTDKAERAAKSISRISLDVDKLATKVSALETIVSKGGKVVDADVVTLTEALMNELVKLDSIAAEGEVKVQRRMQEKRVQK
YVETLDAIRAKNAAAAAPKANGNMNGHAKPRAPHLPPRPPPVSQRRNFQQQPSPAPPTQSWESFDLLSSVPSTSSAAVTT
TMAAATTTSPAGASPSPIPRFDWELF*                                                     
>Sbic_02g032360                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLDDGRTLADYNIQKESTLHLVLRLRGGSRGG
YPTTISPSLRELAQKYNENKMVCRKCYARLPPRATNCRKKKCGHTNALRSKKRFMSKIGGTNK*                
>Sbic_02g033880                                                                 
MQIFVKTLTGKTITLEVESSDTVENVKAKIQDKEGIPPDQQRLIFAGKQLDDGRTLADYNIQKESTLHLVLRLRGGGRGG
YPTMRVPWDLINLARKHNETKMICRKCYARLHPKAANCRKKKCGHSNALRAKKKLM*                       
>Sbic_02g033890                                                                 
MQIFVKTLTGKTVTLEVESSDTIANVKAKIQDKEGIPPDQQRLIFAGKQLDDDRTLADYNIQKESTLHLVLRLRGGGRGG
YPIMSVPWDLINLARKHNETKMICRQCYARLPPRSKNCRKKKCGRSNELRSKKKFISKFNI*                  
>Sbic_02g041090                                                                 
MYIRVKRNKTTYFIQCEPTETALSIKQKLHSLIDQPPINQQLLLWPSSDVLEDSKTLADQKVENDSIVALALRKDDDEFE
EVFIARPEDFMSSS*MYIRVKRNKTTYFIQCEPTETALSIKQKLHSLIDQPPINQQLLLWPSSDVLEDSKTLADQKVEND
SIVALALRKVGHTKPYYC*                                                             
>Sbic_03g010420                                                                 
MAAAMGTTILTLPAPEGNGTGGGGGDDLQLQVASPKPPPPGAKADPPATVATHTRTIGIIHPPPDIRVIIEKTATFVAKN
GPEFERRIISHNQGNAKFNFLQPSDPYHAYYQHRVSEIGAAPPGADGLLGAETDGDPAEAPASASADGGAAVAPADGAAA
DAKADHSAPFRVAPPPKVLVPPKAELYTVRLPEGITGEELDIIKLTAQFVARNGKNFLTSLAQRESNNMQFHFIRPTHSM
FPFFTALTDAYSRVLRPAEGVPALLKELREGAKDLTTVLERCLNRLEWDRSQEQARQQAEDEVEQERMQMSMIDWHDFVV
VETIEFADDEYEGLPVPLTLEELKRQKRMENLGEEEAMDLAEPAKEVEMEMDEEEMQLVEEGMRAAQLEENDGGAQVNVA



GDDDAPMRIVKNYKRPEERIPAERDPTKFVVSPITGELIPISEMEEHMRISLIDPKYKEQKERMLAKIKETTLAPDDEIS
RNIVGLARTRPDIFGTTEEEVSNAVKAEIEKKKDEQPKQVIWDGHSGSIGRTATHALSQPQGGEEQFDASNVPGPAPLVR
PGMPLPRPPQPLPLVNVPRFIAPPAPYSLQPPGPHMPGVPQMMPHMHLPPQQIPGQPPMVRMPGQMVHMPTNIPPPPGQT
QFMPGPPRTFAMPPSSHMPPMVNPIGIPQPPAPPLPPQPPAEEQPPPPDEPEPKRPRTDDASLIPVEQFLAQHPGPASIS
VSVPNLDEGNLRGQVLQIPVQSLSDTVGSLKEQIAGELQLPANKQKLSVRTSFLKDNLTLAYYNVGPGVVINLTLRERGG
RKK*                                                                            
>Sbic_03g013260                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKIKHKHKKVKLAVLQFYKVDDATGKVTRLRKECPNAECGAGVFMANHFDRHYCGKCGLTYVYNQQA*    
>Sbic_03g025180                                                                 
MPTVSVKWQKEVFPGIEIDTSQPPIVFKSQLYTLTGVPPERQKIMVKGGILKDDADWSTLGVKDGQKLMMIGTADEIVKA
PEKGPVFVEDLPEEEQVVALGHSAGLYNLGNTCYMNSTLQCLHSVPELKSALLSYSDTVRGNGIDQASHNLTLATRNTFG
DLDQSVRPVAPLQFLQTLRKKYPQFAQQHNNVYMQQDAEECWTQLVYTLSQTLTSDSSESAVLPMKQLFGIDLVSRVHCA
ESGEESTETESVYSLKCHISQDVNHLHEGIKHGLKTELEKASPTLGRTAVYTRESRINELPRYLTVQFVRFFWKRESNQK
AKILRKVDYPLELDVYEFCSDELKQKLQAPRQMLRDAENAKFGLKAHGKASSSKENEESSSAGESSSMDIDKAESSLPKK
QLTGVYDLVAVLTHKGRSADSGHYVGWVKQDDGKWIEFDDDNPNIRKEEDILKLSGGGDWHMAYICLYKARMAESKS*  
>Sbic_03g038830                                                                 
MMSGRSGGRDAEGEWEVRPGGMLVQRRDGEAAGPVIRIRVSHGASFREVLVPAQATFGELKSILAQTTGLEPERQRLFFR
GKEKSDREFLHTAGVKDGAKLLLLEKPAPANIEQKVEPVVMDESMMKACEAVARVRAEVDKLSAKVCDLEKNVLGGRKVE
DKEFVVLTELLMMQLLKLDGIEAEGEARAQRKAEVRRVQSLVETLDKLKARNANPFSDHNKAVSVTTQWETFENGMGSLS
APPPRVSSTQVNTDWEQFD*                                                            
>Sbic_03g043180                                                                 
MVKIPSPRRLFRSRSRSTATSVGSADICAMVAEHEKIEWEVRPGGMLVQKRRSPEEDAAAVEYILVRVSTGWQWHDVSID
ATATFGDLKVMLSLVTGLWPREQRLLYRGKERDDCEHLHMVGVQDKDKVLLLEDPAIKERKLRSTTLAQLMGVPCHSFIQ
V*                                                                              
>Sbic_04g004260                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGQ*                  
>Sbic_04g005370                                                                 
MKLTVKTLKGTHFEIRVQPNDTIMAVKKNIEEIQGKDSYPWGQQLLIFNGKVLKDESTLDENKVNEDGFLVVMLSKGKTS
GSSGTSSSQPSNTPAARQAPPLDAPQQAPQPPVAPTTTSQPEGLPAQAPPNTYDNAASSLLSGSNVDTMINQLMEMGGGS
WDRDKVQRALRAAYNNPERAVEYLYSGIPVTAEVAVPIGGQGANTTDRAPTGEAGLSGIPNTAPLNLFPQGGSNAGGGAG
GGPLDFLRNNQQFQAVREMVHTNPQILQPMLVELSKQNPQILRLIEENHDEFLQLLNEPFEGGEGDFLDQPEEDEMPHAI
SVTPEEQDAIGRLESMGFDRARVIEAFIACDRNEELAANYLLEHAGEED*                              
>Sbic_04g006730                                                                 
MKITVMTVDEQILTLDVDPDESVENLKALLEVETRVPLQQQLLHFNGKEIQNVEKLSAIGVRDGDLVMMLPTSERSSQDT
LRINPADGTAVNPQAFQQHIRGDSHLMAQLLQNDPQLAQAILGDDTNELQNILRSRHQQKTELKRKQEEELALLYADPFD
VEAQKKIEAAIRQKGIDENWEAALEHNPESFARVVMLYVDMEVNGVPLKAFVDSGAQSTIISKSCAERCGLLRLLDQRFR
GVAVGVGQSEILGRIHVAPIKIGHQFYHCSFTVLDAPNMEFLFGLDMLRKHQCMIDLKDNVLRVGGGEVSVPFLQEKDIP
AHIHDEEKLSKLSSLGQATGESSRAREGTPNPPQQTPPSGAPVANPPQGGDFEAKVTKLVELGFDRASVIQALKLFNGNE
EQAAAFLFGG*                                                                     
>Sbic_04g011290                                                                 
MSAGVATLEPLQDHLAVVPQCLLGGLQPLDSILIFLAIPGMPPVPIRVLDSESVASVKLRIQRFKGFVITKQRLLFGGHE
LSHNNSRVRDYGLADGNVLHLVVRLAELHEIVIETAHGKKFRFQVESAHKVGYLKNMIAAQTGEQLESLKDQKLVLGDKE
LEDHQLITDIAKKGDVVIHLFINQAAKVQTNNIDKETVVKVVTPKENRNLQIDAMNHIDTNSCKHPTVEPIVVNLKVKLS
PVIMEMIGTTIAGLENGYLPVMSAEGSGGVYFMKDNSGESCVAVFKPIDEEPMAENNPRGFPLSVDGEGLKRGTLVGEGA
LREVAAYLLDHPTDGCKSDGAEGFSGVPPTALVRSFHKGKEIKIGSLQMYVQNRGSCEDMGSQAFPVKEVHKIAVLDIRL
ANADRHAGNILVCQDGDHLQLVPIDHGYCFPEKFEDCTFEWLYWPQAREPFSTETLAYIKSLAGVEDIALLKFHGWELSP
QCARVLQVSTMLLKKGAERGLTAYDIGNLMCREVVTRKSEIESLMEEAEDYFLPGTSEETFLETLSEIMDGYLDKVLPGQ
LR*                                                                             
>Sbic_04g025000                                                                 
MIKLGYSKRLFKRSTSSSKQQQQQAAACGGGDNGVGGGAGEIEWEVRPGGMLVQKRNGRGGQEMVTVRVSTGFSWHDVSI
AATSTFGELKVMLSMITGLEPREQRLLFRGKERDDTDHLHMVGVRDKDKVLLLEDPALKDMKLRALSAQVTRSSCQPFIQ
V*                                                                              
>Sbic_04g026620                                                                 
MIEVVLNDRLGKKVRVKCNEDDTIGDLKRLVAAQTGTRADKIRIQKWYTIYKDHITLADYEIHDGMGLELYYN*      
>Sbic_04g031060                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL



TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGRVN*                    
>Sbic_05g002720                                                                 
MIEVVLNDRLGKKVRVKCNEDDTIGDLKKLVAAQTGTRPEKIRIQKWYNIYKDHITLKDYEIHDGMGLELYYN*      
>Sbic_06g020540                                                                 
MIKLRYPKKLFRRSSSKGSTTSSSSDGDAGSVRGGGEIEWEVRPGGMLVQKRDCRADVEVITVRVATGFSWHDVSVVATC
TFGELKVVLSMVTGLEPREQRLLFRGKEREDSDHLHMIGVRDMDKVLLLEDPALKDMKLRAGLTAQAVQSPYQTFIKV* 
>Sbic_06g020550                                                                 
MIKLRCSKKLFRRSSSNSKGSTAGSSSSSDGGDAGSGGRGEIEWEVRPGGMLVQKREGRPDVEVITVRVATGFSWHDVSI
GATCTFEELKAVLSMVTGLEPREQRLLFRGKEREDGDHLHMVGVRDRDKVLLLEDPALKDMKLRATLVAQTAQSPYRPFI
KV*                                                                             
>Sbic_06g028870                                                                 
MAASVVMHRSSSDGGSSSGWSDAAAAVAAAAEERAGWEVRPSGMVVQARDDVAAGPGGAPPRPPPPEIKVRVKYGGARHE
VSVSPIATFGQLKKLLAPRTGLQPADQQLSYRGRARGNAEYLDSCGVKNKSKMALAEDPASLERRYIERQKNARIETANR
AIGAVALEVDKLADQVTSIEKSIARGNKVAEVQITTLIELLMRHAVKLESIPAAGGDSSSQKNIQAKRVQKCVETLDVLK
VSNARLQAVVVTTKWETFDAAATTQTQWELFD*                                               
>Sbic_06g029360                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLDDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKSITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGQ*      
>Sbic_06g031753                                                                 
MATSDVQMQHCAEDSETTIEIKIKTLDSQTYNLRVNKCVPVPLLKEKIATVTGILSEQQRLICRGRVLKDDELLSAYHVE
DGHTLHLVVRHPGQSATSGNAATEANTSNSGRRRGPTVARSVVLEAVNVDPGSSELPAFVAQILQSVLGTINAQSSGTPA
SSDTRPSDPAQSSIPNTVRVELDQQQAPLLFQSEPAHESSQPNVIPDALTTMSQYIDFMRDSFRREGFNLNGSTTSVGGT
QNQESQPESAALGLHNASLLAENMHSTRQIVVEQAGALLSQLSAQLGDLENVTDPATRRDIQNSAVRVGSLLQNLGSLLL
ELGRTTMLLRINPSSSEAVVNSGPALYISPSGPNPLMVQPVPFPGRSVQMGTLFSSLGSQGSVLHPRDVDIHVRTSGSVP
GANPSESAGAQAHQNVNRPGDASHANIGEAFSGVAGVTPFSVESGVRLLPLRTVVAMPAGISRAPSGSSSGGVGIIYPFL
TRVRQRANTNGNDERNGQSQNEPARSSTHPNQQSIPQTSQTHEAGNLGSPVDVNVGDGSETSPGNGLVTLSQIMDFLGSM
LPGENVRGNTSSQQSPLASTEQGEGRNLATPQVSGASEEALRFASMVRQIMPFISQVETQNLNAPPDSSSTPAQAASGSS
DRARDVPDDSSSRQHNRDQIDEPNSKRQRTSD*MWILGAVNSQLLLRRFSKVCLEQSMHNLRPSDPAQSSIPNTVRVELD
QQQAPLLFQSEPAHESSQPNVIPDALTTMSQYIDFMRDSFRREGFNLNGSTTSVGGTQNQESQPESAALGLHNASLLAEN
MHSTRQIVVEQAGALLSQLSAQLGDLENVTDPATRRDIQNSAVRVGSLLQNLGSLLLELGRTTMLLRINPSSSEAVVNSG
PALYISPSGPNPLMVQPVPFPGRSVQMGTLFSSLGSQGSVLHPRDVDIHVRTSGSVPGANPSESAGAQAHQNVNRPGDAS
HANIGEAFSGVAGVTPFSVESGVRLLPLRTVVAMPAGISRAPSGSSSGGVGIIYPFLTRVRQRANTNGNDERNGQSQNEP
ARSSTHPNQQSIPQTSQTHEAGNLGSPVDVNVGDGSETSPGNGLVTLSQIMDFLGSMLPGENVRGNTSSQQSPLASTEQG
EGRNLATPQVSGASEEALRFASMVRQIMPFISQVETQNLNAPPDSSSTPAQAASGSSDRARDVPDDSSSRQHNRDQIDEP
NSKRQRTSD*                                                                      
>Sbic_07g025170                                                                 
MMRGNREQRVAFSPMKESAAAAVPKEEVWEVRPGGMLVQKRSPDTDPPPGGAPVPTIRVKVKFNGVYHEIYINSQASFGE
LKKLLSEKTGLHPDDQKVVYKDKERDSKAFLDMAGVKDRSKMVMLEDPAAKAKRLLEERRTSKAERAAKAIARVALDVDK
LATKVSALETIVSKGGKVVDADVVTLTEALMTELVKLDAVAAVDEEVKVARRAQEKRVQKYVETLDAVRAKNKAAPVSKA
TNNNTNNKARPPHLPPRPPPAAAHQNHQRRQFQPPAPTTATALVPQTQTASWETFDLLSSVPSTSAAPVTSMAPATTTTP
SPRFEWELF*                                                                      
>Sbic_09g004630                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKIKHKHKKVKLAVLQFYKVDDATGKVTRLRKECPNTECGAGVFMANHFDRHYCGKCGLTYVYNQKA*    
>Sbic_09g009570                                                                 
MQIFVKTLTSKTITLEIESSDIIDNVKPKIQDKEGILPDQQRLIFAANYI*                             
>Sbic_09g030425                                                                 
MSPAGPTVICAARDGGDLGLLPLRPPSSSSASASAGAAIMIYLTAPGLAVMPMRVMASDSIASVKLRVQTSRGVTARKQK
LVFDGRELARDDGRIRDYGVADGNVVHLVIRIPDLRLITVETVQGGKFRFRVEPGRTVGYVKQQIAKDRRLHPTTRPDPD
EQRLVLEGEDLDDRHLIHDVCRADGAVIHLLVQRSSSKISATEADDDGFEVSIVARDAGQQLPRRDVGIEPVVVGDPKAA
AQQKLPSAVRDMIDAAVAGMEKGNAPIMSSEGTGGAYFMQDATGHRHVAVFKPADEEPMAANNPRGLPVSSTGEGLKKGT
RVGEGALREVAAYILDHPRDGATGFAGVPPTALVRCTHKAFRQPLDQASPLAAPPPVPKLGSMQAFVSNCGSCEDMGPRA
FPVHEVHKICVLDIRLANADRHAGNILVCKHDDGDGMSLVPIDHGYCLPESFEDCTFEWLYWPQCREPFGEETVEYVRSL
DAEEDIAMLRLHGWEVSRECARTLRVATMLLKKGVERGLTAFHIGSVLCRETLTKESAIEEIVREAEGAGGCDDDETAFL
QAVSEIMDRRLDEIS                                                                 
>Sbic_10g001600                                                                 
MLGASPKSRKGAAVKLGSMKEVPAPAVAVAAAGGGGNGGKVPAEEVWEVRPGGMLVQKRGGIGGGAGDDEPSPNVKPVPT
IRVKVKHAGVTHEIYISSEASFGELKKLVAAKTGLHPDDQKVLYKDKERDSKAFLDMAGVKDRSKVVVVEDPEARARRLI
EERRNGHLEKAARAVAAVTAEVDKLAPKVAALDASVRKGEKVAENDVVQVTELLMNELLKLDAVVADGDVKAQRRMQVKR



VQKYVETLDAVAAKNAAIIRKSSEKAAAKPAPPPPQQYHQPRHQPPPQQQQQQPRHQHHQQQQGPTRWEMFDLLSSLPST
SSASSTTTVSSTASSGAPPTNRLDWML*                                                    
>Sbic_10g003590                                                                 
MQIFVKTLTGKSITLEVESSDTIDNVKAKNKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGQ*
>Sbic_10g009520                                                                 
MKLNVKTLKGTNFEIEASPDASVAEVKRIIETTQGQSTYPADQQMLIYQGKILKDETTLEGNGVAENSFLVIMLSKAKAS
SSGASTATAAKAPATPAQPAAPVAPVAPATSVARAPTQAPVATAETTPPSAQPQAAPAATVAASGDADVYSQAASNLVSG
NNLEQTIQQILDMGGGTWERDTVVRALRAAYNNPERAIDYLYSGIPENVEAPPVARAPAAGQQTNQQAPSPAQPAVAPPV
QPSAASAGPNANPLNLFPQGVPSGGANPGVVPGAGSGALDALRQLPQFQALLQLVQANPQILQPMLQELGKQNPQILRLI
QENQAEFLRLVNETPEGGPGGNILGQLAAAMPQTLTVTPEEREAIQRLEGMGFNRELVLEVFFACNKDEELAANYLLDHG
HEFDEQQQ*MKLNVKTLKGTNFEIEASPDASVAEVKRIIETTQGQSTYPADQQMLIYQGKILKDETTLEGNGVAENSFLV
IMLSKAKASSSGASTATAAKAPATPAQPAAPVAPVAPATSVARAPTQAPVATAETTPPSAQPQAAPAATVAASGDADVYS
QAASNLVSGNNLEQTIQQILDMGGGTWERDTVVRALRAAYNNPERAIDYLYSGIPENVEAPPVARAPAAGQQTNQQAPSP
AQPAVAPPVQPSAASAGPNANPLNLFPQGVPSGGANPGVVPGAGSGALDALRQLPQFQALLQLVQANPQILQPMLQELGK
QNPQILRLIQENQAEFLRLVNETPEGGPGGNILEVFFACNKDEELAANYLLDHGHEFDEQQQ*                 
>Sbic_10g019340                                                                 
MSSAGVIVLGPIPEDPAFLPISFTGSRSPHCSSGSQLQDSILIFLAVPGMPPMPMSVLGSESIASVKLRIQRFKGFVVTK
QRLVLDGHELARNNCPVKDYGLAEGNVLHLVIRLSDLRVINIETATGKKFQFQVDQSRNVKFLKNKLAAEGDEDIGNLED
HKLEYDGEELEDHQLVADISKRDDAVIHLFIRKPAKVRTQQVDRDTLVTVINPQEKGNLQNEARAMNSARSVGVRPAPVE
PIVNRKVKLSPEVMKMINSTIAGLEKGHLPVMSAEGSGGVYFMRDAAGQKNVAVFKPIDEEPMAKNNPRGLPLSTDGEGM
KRGTIVGEGAFREVAAYILDHPVSDSKSGHSVGFSGVPPTTLVRTLHRGKSFKIGSLQMFMENNGSTEDMGPRPFPVKEV
HKIAVLDIRLANADRHAGNILVCKEGELGNYKLIPIDHGYCLPEKFEDCTFEWLYWPQAREPFNDETIEYIKSLDAEEDI
KLLKFHGWELPPRCARVLRISTMLLKKGAARGLTPHDIGRILCRETVNRGSEIEDIIQEAEDAVLPGSSENMFVETVSEI
IDHHLDKE*                                                                       
>Sbic_10g025390                                                                 
MSDGELHEEENPTNSAADDDDDEDYEEPGGGNHFLGFMFGNVDDSGDLDADYLDEDAKEHLFALADKLGPSLKDIDLIKS
SPAPTDPSEQDYDEKAEDAVDYEDIDEEYDGPEVEAATEEDNVLSKKDYFSSSTVYASVNSTVSVFDDENYDEEEEPPSE
KEEPPGDSAAQNLSSVSIEQADMATSSDNLATEKLGLLSHPEESMDFEYEDLENEKGTGEGHLAPESATSLPVLCIEDGN
AILRFSEIFGIQEPVRKVKTDHHKRPVNKELHITNVADNVEEDEELILRSTIQNFSTLKHNQMNEDFVESDSDESISDVT
LRLKDSCLSEQPMKDAHKDIRTVQRSPICPDFYPLEHDDWENDIIWNNSPATDQQPYAKICESEESVDTHGEDQGKDYGQ
VSRCWDVRSKSNGSPVIEETFGCTEMPAPANYCSPGKSFPPLTNEDNLDHITPNNLDDAVKIDTTMRLNNLSLLNRELLE
GSWLDNIIWDPNEVTPKPKLIFDLKDDHMLFEILDEKNVGHIRSHARAMIVSQSTKTSTPTVDNFDNQAKTLSGRFNISN
DKFYSNRKTPQQAKSHTKKRALMGIKVVHSAPAHKLQTMKPVLSNKEIANFHRPRAKWYPHENKIAAQLQGTACSHGRMA
VLLMSLGGKGVKILVNAEDTPVSIKLKASKKFELKPSEKITLFCSGKELQDDISLAMQNVRPNSIVHVVRTEVYLWPKAQ
KLPGEDKPLRPPGAFRKKTDLSVKDGHVFLMEYCEERPLLLSNAGMGARLCTYYQKTSPTDQAAASLRNNSDGLGTVLAI
DPSDKSPFLGDIHSGSHQSCLETNMYRSPVFPHKVAPTDYLLVRSAKGALSLRRIDKLYAVGQQEPHMEVFSPGTKNAQT
YLLNRVLAYVYREFRARERPDGIPQIRADELPIQSPLTEAIVKKRLKHCADLKKGPKGHFFWTQRPDFRVPSEEELRRLL
TPESVCCYESMQAGLYRLKRLGILKLTQPVGLASAMNQLPDEAIELAAASHIERELQITSWNLTSNFVACTNQDRENIER
LEITGVGDPSGRGLGFSYVRVAPKAPASNSVLKKKSAAAKGTTVTGTDADLRRLSMDAARELLLKFGVPEEQIDKLTRWH
RIAMVRKLSSEQAASGITIDEIPVSKFARGQRMSFLQLQQQTREKCQEIWDRQVQSLSAIDGDDNGSDTEANSDLDSFAG
DLENLLDAEEFDDEDTSTADLRIDKADGMRGLKMRRCSTHAQINEEIEDDETEASLAKKLLEDDGNDVKRKKQPELTNCG
TSSANKMKQSKSGQMIKSSGYAGALTPKESTPREGKEVENSFAEGGLPSKLKPKMALDVNEILLVKKKSVLGKDGPKEKK
QGARGDTLVCGACGQVGHMRTNKLCPKYGEDPEMSEMDANSVKPNPTDINHLQAKIPKRLITKVSSEVTETEGPEGIEKT
KSVPVKFKVGAPDKSLERNMPLSVSLVSDKRVMDVTDSRSTGKVNKIVIPNKMKSDDFPPDTPKPSVVFRPPAEEKDVPR
KKITIKQPKGIDQQRHVEPRSGQEPTRKIRKIVELSSFEDKSREDDHWFGGEPSQMNSSHERRLGLDGKRSKAIVQNDRS
WRDFEEQREMPQPRLFDATIYASREEDHLKSKKKNKKKKKHEFKDDDLLDHRPYRNDRRVPERHRAVKRSSPAHVIGYAS
SAKRRRGGEVELSNILEKIVDHLRGLSGSLLFLKPVTKKDAPDYLDYVQRPMDLGTIRDKVRKMVYRNRDEFRHDVAQIQ
LNAHLYNDGRHPHIPPLADELMEVCDHLLDESADLLTEAEDAIE*                                   
>Sbic_10g025670                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPTDTIDRIKERVEEKEGIPPVQQRLIYAGKQLADDKTAKDYNIEGGSVLHLVLALRGGQ*      
>Sbic_10g027030                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKDSTLHLVLRLRGGQ*          
>Sbic_10g027470                                                                 
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKSPYVSLSQKIVLCQSGCVREHFCWCPAVWLELCNGIIEP*                         
>Sbic_10g027480                                                                 
MDVTFATPGGREFTVEVWYFATVREMKEAVHAREGIPVASQRLFLAGREGKAAEEDDQQELDDARDTAHYGIVEGSRVVL



VLPDDAPPPSPSPSPSPSPSPANANAAVVRVAVSAPEIIGPRGIALDEVPASDTVARLKELLQDRTDGALPAARTALFLD
KAEMEDGKTLADYGPPADGGMDVSAVVRPQAPVASGGGGGGNGGGARNQQRIEVSVKFGETAVALEVGAMDVVRDLRKEV
ERLCLPVRDVGGGGYFFVYKQNVMDDDRTLRWHEVKNGDTIEIFNGTVTGGA*                           
>Osat_LOC_Os01g13360                                                            
MQVLESDSVAAVKLRIQNSKGFVARNQRLVFEGRELSRNDSHIRDYGVRYGSVLHLVIRLSDPRRTAVRTVYGRKFKFQV
DQRRNARYMKQEISRNVESPNGIGESMTLVNGEKLDESTLISTICETNTSDTDFLANKSENFNGNEIEESFEQLSISSDI
GNNLQFDDAKEKYPLIEPVLVNPSVTLTPKITGMIEATLAGLEMEHTPVMSSEGTGGVYFMLDSSGQEYVAVFKPINEEP
MAKDNPNGYPLSSDGEGLKRGTRVGEGAFREVAAYILDHPISGYRVSDELGFAGVPPTVLVRCLNGYVDQTKYDCAEKEP
KIGSLQMFVKNSGSCEEFGPRAFPVQEVHKIAVLDMRLANTDRHGGNILIRKDENGQIELIPIDHGYCLPESFEDCTFDW
LYWPQARQPFNVETLDYIKSLDEEEDIKLLKLNGCEPSSKCVRVFRLSTMMLKKGAVRGLTPYEIGNMLCRENITTKSKI
EEIVEEAEHVVLPGIGEKAFMEAISGIMDRYLNELFK*MASTGIAVSPSNNDALDLAVAQLDGDQSSYHHTPEVFLLYLA
VPGVPLAKMQVLESDSVAAVKLRIQNSKGFVARNQRLVFEGRELSRNDSHIRDYGVRYGSVLHLVIRLSDPRRTAVRTVY
GRKFKFQVDQRRNARYMKQEISRNVESPNGIGESMTLVNGEKLDESTLISTICETNTSDTDFLANKSENFNGNEIEESFE
QLSISSDIGNNLQFDDAKEKYPLIEPVLVNPSVTLTPKITGMIEATLAGLEMEHTPVMSSEGTGGVYFMLDSSGQEYVAV
FKPINEEPMAKDNPNGYPLSSDGEGLKRGTRVGEGAFREVAAYILDHPISGYRVSDELGFAGVPPTVLVRCLNGYVDQTK
YDCAEKEPKIGSLQMFVKNSGSCEEFGPRAFPVQEVHKIAVLDMRLANTDRHGGNILIRKDENGQIELIPIDHGYCLPES
VSILFCFELHFLY*                                                                  
>Osat_LOC_Os01g22490                                                            
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKQKHKHKKVKLAVLQFYKVDDATGKVTRLRKECPNAECGAGTFMANHFDRHYCGKCGLTYVYNQQA*    
>Osat_LOC_Os01g27470                                                            
MSKRSRSAMSSAGEEVEASTLITLRVKDNEGVRITCTMRRTDKLRVLIGFYLDMVTPTDKGKGAAVAAAAGGGVFMHYGR
CVTGNRTPADYDMEDGDEVSFFPDGTRTMPVTLTVKDNKGRRVTHTMRRLDVICTLFRLYFDMLPSTAPREGVFMYNGRE
ISFYQTPEKCDMNDGDEITFHLFSKPSTFVTLTIKGSTDDGGRSGVVVTRPMRRTDELQRLIDYYFAMVPTDDQNGEWAV
TYGGRQVGGEETPADYEMEDGDQLRLVPASKPSRFVTIDLLTMVKAKRTYTLRRTDKLQGLMDLCLSREPASMYRHGCVL
IYEGRRVQDSQTPDDLKLEDGDTIHAIARQVG*                                               
>Osat_LOC_Os01g36930                                                            
MPTVSVKWQKETFPGIEIDTSQPPVVFKTQLYTLTGVPPERQKIMVKGGILKDDADWSTLGVKDGQKLMMIGTADEIVKA
PEKGPVFVEDLPEEEQVVALGHSAGLYNLGNTCYMNSTLQCLHSVPELKSALLSYSDNVRGNGVDQASHNLTVATRNTFG
ELDQSVRPVAPLLFLQTLRKKYPQFAQQQNNVYMQQDAEECWTQLVYTLSQTLTSETSEPPAGQMKELFGIDLVSRVHCA
ESGEESLERESVYSLKCHISHDVNHLHEGLKHGLKSELEKASPSLGRTALYTRESRINELPRYLTVQFVRFFWKRESNQK
AKILRKVDYPLELDVYDFCSDELKQKLQAPRQMLRDAENAKFGLKAQGKASSSKENEGSSSNAGESSSMDIDKADSSVPK
KHLTGIYDLIAVLTHKGRSADSGHYVGWVKQDDGKWIEFDDDNPSIRKEEEILKLSGGGDWHMAYICLYKARVI*     
>Osat_LOC_Os01g45400                                                            
MQIFVKTLTGKTITLEVESSDTIQNVKAKVQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGLNVK
VRTLTGKEIDIDIEMTDTVDRIKERVEEREGIPPVQQRLIYGGKQLADDKTAHDYKIEAGSVLHLVLALRGGNF*     
>Osat_LOC_Os01g45420                                                            
MQIFVKTLNGRTITLVVDSCDSVENVKARIHDREGVPPHQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRRGMNDI
KVKMLTGKEIDVDIEPTDTMGRIKERIDEREGRLVYGGKQLADDKTVHEYDIEAGSVLLHDRPCSQGLEMTR*       
>Osat_LOC_Os01g45430                                                            
MNRDLVIIGIGTEIKNAEPLAGAIGFKKMSDKTDVYNLRVITLNLNLLTESRYRPELDNPPNRRWSPTRTLGVAAVSELE
TNPNGESLPLPPIKTTGPEPHNTTPVLHRSIQVSTQSQYAHSIEAKPRGFVVRRKSSTNQQPNPSSIDVRRDTKMQIVVE
TQMGKLITLEVESSDTICQGEGPGEGGHPDPAGPAAALLRPQVAGERLHGGWLQHPGRLDAEPLSPPPSRQHEHQGEASQ
RQRARIEEEDRQIGQLIYKGVLVTDDKAAHEYNIEAGSVLHLTLNLRA*                               
>Osat_LOC_Os01g53100                                                            
MRIMVRTLRGDWVALDVDGATTTVAQVKGMVMARERIAVAMQRLFFAGRCLDDDHSTLADYGVRHDSVVFLSLRLATDAY
HRRGEGKILSRLRVDAWTSQHDAGRAPAVARWPTGTHDAGVGERKREGREREETCGSHMHVFNFNAT*            
>Osat_LOC_Os01g61500                                                            
MMSGVGGGRSGGRDAEGEWEVRPGGMLVQRRDGDTGPAVRLRVSHGASFRDVAVPAHSTFGELKGVLTQATGVEPERQRL
FFRGKEKSDNEFLHTAGVKDGAKLLLLEKPAPANVEQRAEPVIMDESMMKACEAVGRVRAEVDRLSAKVCDLEKSVFAGR
KIEDKDFVVLTELLMMELLKLDGIEAEGEARAQRKAEVRRVQGLVETLDKLKARNANPFSDQNKSVSVTTQWETFDNGMG
SLNAPPPRVSSTQINTDWEQFD*MEAQCYIVQRLKEAFSYRIFGVVRRSSELKGVLTQATGVEPERQRLFFRGKEKSDNE
FLHTAGVKDGAKLLLLEKPAPANVEQRAEPVIMDESMMKACEAVGRVRAEVDRLSAKVCDLEKSVFAGRKIEDKDFVVLT
ELLMMELLKLDGIEAEGEARAQRKAEVRRVQGLVETLDKLKARNANPFSDQNKSVSVTTQWETFDNGMGSLNAPPPRVSS
TQINTDWEQFD*                                                                    
>Osat_LOC_Os01g65450                                                            
MAEASSSSAAAVPPLDPEAIAAVAEAAPPEEMTLVAKWKGNDYTVRVVGDDTLGELKRRICEVTGVLPKRQKLLYPKFKL
NECKDSELISSIPFKPNVKINMIGTVEDEIFVDQEDDPEILNDYEIGQNEVTAIKDKDVYKQKLKRRASQYKIKILNPCR
KGKKLLVLDIDYTLFDHRSAAENPIELMRPYLHEFLSAAYSEYDIMIWSATSMKWVGMKMDQLGVLGNPNYKITALMDHL
AMITVQSENLSEKKTFDCKPLGVIWAQFPEYNETNTIMFDDLRRNFVMNPQNGLVIKPYKRTHSNRGTDQELVKLTQYLL
TIAELEDLSKLDHSAWESFTEENAKRRRHR*MAEASSSSAIAAVAEAAPPEEMTLVAKWKGNDYTVRVVGDDTLGELKRR
ICEVTGVLPKRQKLLYPKFKLNECKDSELISSIPFKPNVKINMIGTVEDEIFVDQEDDPEILNDYEIGQNEVTAIKDKDV



YKQKLKRRASQYKIKILNPCRKGKKLLVLDIDYTLFDHRSAAENPIELMRPYLHEFLSAAYSEYDIMIWSATSMKWVGMK
MDQLGVLGNPNYKITALMDHLAMITVQSENLSEKKTFDCKPLGVIWAQFPEYNETNTIMFDDLRRNFVMNPQNGLVIKPY
KRTHSNRGTDQELVKLTQYLLTIAELEDLSKLDHSAWESFTEENAKRRRHR*                            
>Osat_LOC_Os01g67950                                                            
MVKIPSPRRLFRSRSKSIGGAGGGVGADICAMVAEHEKIEWEVRPGGMLVQKRRAPEEQDDGSSSMSAHSGADAIVVRVS
TGWQWHDVSIDSTATFGDLKVMLSLVTGLWPRDQRLLYKGKERDDGDHLHMVGVQDKDKVLLLEDPAVKERKLRSTTLAQ
LMGVPCHSFIEV*                                                                   
>Osat_LOC_Os02g06640                                                            
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGQ*                  
>Osat_LOC_Os02g08300                                                            
MKLTVKTLKGTQFEIRVQPNDTIMAVKKIIEEIQGKDSYPWGQQLLIHNGKVLKDESTLEENKVSEVGFLVVMLSKSKAS
GSSGALSSLTSSTPLTRQETPADASRAAPQPLVAPTRTPQPERPPAEAPSNAYGQAASNLLSGSNLDTTINQLMEMGGGS
WDRDKVQRALRAAYNNPERAVEYLYSGIPITAEVAVPAGGQGANTTEPSSTREASLSGIPNASPLNLFPQQGDANDGGGA
GGGTLEFLRHNQQFQALREMVHTNPQILQPMLQELSKKNPQLLRLIQENHDEFLQLINEPFDGADGDFLDQPDQDEMPHS
INVTPEEQEAIGRLEGMGFDRARVIEAFFACDRNEQLAANYLLEHAADED*MKLTVKTLKGTQFEIRVQPNDTIMAVKKI
IEEIQGKDSYPWGQQLLIHNGKVLKDESTLEENKVSEVGFLVVMLSKSKASGSSGALSSLTSSTPLTRQETPADASRAAP
QPLVAPTRTPQPERPPAEAPSNAYGQAASNLLSGSNLDTTINQLMEMGGGSWDRDKVQRALRAAYNNPERAVEYLYSGIP
ITAEVAVPAGGQGANTTEPSSTREASLSGIPNASPLNLFPQGDANDGGGAGGGTLEFLRHNQQFQALREMVHTNPQILQP
MLQELSKKNPQLLRLIQENHDEFLQLINEPFDGADGDFLDQPDQDEMPHSINVTPEEQEAIGRLEGMGFDRARVIEAFFA
CDRNEQLAANYLLEHAADED*                                                           
>Osat_LOC_Os02g10510                                                            
MKVTVMTADEQILTVDVDPDESVENLKALLEVETSVPLRQQQLHFNGREIQNTDKLSTVGVQDGDLVMMVKVTSNERPSQ
DIIRLNPDGSAVDPQAFRQHIRGDSQLMGQLLQNDPALAQAILGDDINELQNTLRSRHQQRLELKRKQEEELALMYADPF
DVEAQKKIEAAIRQKGIDENWEAALEHNPEAFARVVMLYVDMEVNGVPLKAFVDSGAQSTIISKSCAERCGLLRLLDQRY
RGVAIGVGQSEILGRIHVAPIKIGHVFYPCSFTVLDAPNMEFLFGLDMLRKHQCIIDLKDNVLRVGGGEVSVPFLQEKDI
PSHIRDEEKLSKLASLSQGAAGESSTAREKTPDAPPRAPTTGAPAVNPPQPQGGGDFEAKVTKLVELGFDRASVIQALKL
FNGNEEQAAAFLFGG*                                                                
>Osat_LOC_Os02g14780                                                            
MGAAILPLPAPDGDGDSHPQQPPPPPPGGGAKPEPPPTVATHTRPLGIIHPPPDIRVIIEKTATFVSKNGPEFERRIISH
NAGNAKFNFLQPSDPYHAYYQHRVSELAAAPPSAAASAADAAPEPDESGAAPPPADSAAAPTVDGEAAKADHSAPFRVPP
PTKVLVPPKAELYTVHLPEGITGEELDIIKLTAQFVARNGKSFLTSLAQRESTNPQFHFIRPTHSMFTFFTKLTDTYSRV
LNPVEGMPALLKDLQDGAKDLTTVLERCLNRLEWDRSQEQARQQAEDEIEQERMQMQMIDWHDFVVVETIEFADDECEGL
PVPLTLEELKRRKRIEDLGEEEAAMELAEPAKDVEMEMDEEEIQLVEEGMRAARLEENEGGVQVKLAGDEEPPMRIVKNY
KRPEERIPAERDPTKFVVSPITGELIPISEMEEHMRISLIDPKYKEQKERMLAKIKETTLAPDDEISRNIVGLARTRPDI
FGTTEEEVSNAVKAEIEKKKDEQPKQVIWDGHSGSIGRTATQALSMGGEEQVDASNVPGPAPLPRPPMPLLRPPQPLPLV
NVPRFQPSAMPYPPHQQPHLMQGVPHMMPTMHPPPPPPIPGQPQVIRMPGSMGPMPTNIPPPPPGQNPYMPGPPRPYSMP
PPPHMPTMATMVNPIGIPQPPPPLPPQPPAEEQPPQPDEPEPKRLRTDDASLIPAEQFLAQHPGPAHISVSVPNLDEGNL
RGQVLEIGVQSLSDTVGSLKEQIAGELQLPANKQKLSVRTSFLKDNLTLAYYNIGPGVVINLTLRERGGRKK*       
>Osat_LOC_Os02g18840                                                            
MSSAGIATLSPLLDQFCFAPHGEPRLQQLDSIVIFLAMPGVAPMPMRVLHSDSVASVKLRIQQFKGFVTTKQRLVFSGHE
LSLNNSHVRDYGLTDGNVLHLVVRLADLRAISIETANGKKFQFQVESCCNVGYLKDKLSAESGQQLGSLKDQRLVFDGEE
LEDNQLIADISKKGAAVIHLFIRRPAKVQTQQGDKETVVTVVTPKDNDNLQTDALNLAKPAKGKPAPVEPIIANGKVKLS
PAVMEMIYSTISGIENGYLPVMSTEGSGGVYFMKDSSGESNVAVFKPIDEEPMAKNNPRGLPLSTDGEGLKRGTRVGEGA
LREVAAYILDHPVYGCKSCDVPGFSGVPPTALVRCFHMGKGSNKVGSLQLFVDNNGSCEDMGPRAFPVKEVQKIAILDIR
LANADRHAGNILVCQDGEDHLKLIPIDHGYCLPEKFEDCTFEWLYWPQAREPFGPETAAYIGSLDADKDIALLKFHGWAL
SPQCARVLRISTMLLKKGAERGLTPYDIGSILCRQTVKKESEIEAIIEEAEDAILPGTSEETFLETISEIMDFHLDKLAV
KLKKF*                                                                          
>Osat_LOC_Os02g38410                                                            
MIKLRYSKRLFKRSCSSSKATACVGGGGGGHGNAVAAGGGGGGAGEIGWEVRPGGMLVQKREGRGGEEVILVRVSTGFAW
HDVSIAATSTFGELKVRLSMVTGLEPREQRLLFRGKEREDTDHLHMVGVRDKDKVLLLEDPALKDMKVRAALAAARVMQS
PCQPFIQV*                                                                       
>Osat_LOC_Os02g41820                                                            
MRRKKGIPMSRQGRGSSEPQAHYCLAKVVEEEGGGTVQEGKPLLDKVFTAYHVNELWPTKTDILNSALVSVYRLSCIKAE
MHRSSHLILRSVLGRLNPPIGEVCSRVWFDWFGTSTNSRPVESETQFDTVSDPTRQTDSITEPTFLWSEEEKRKRKKKKK
GAEMIEVVLNDRLGKKVRVKCNEDDTIGDLKKLVAAQTGTRAEKIRIQKWYNIYKDHITLADYEIHDGMGLELYYD*   
>Osat_LOC_Os03g03920                                                            
MSGGDGEEAAAAAAAATLHIRCTNGSKLAVRADLGLSVGAFKAIVAESCDVPAPQQRLIYKGRILKDEQTLASYGVETDH
TIHMVRGAAPPPASTAPPAANNVTPAINATTASNSPAVGFGGLLHGLGGSGSANSGGLGSFGSGLPELSQMQQQLSENPT



LMREIMNMPLMQNILNSPDLIRNIIMNNPQMREIVDRNPDLAHVLNDPSILRQTVEAARNPELMREMMRNTDRAMSNIES
SPEGFNMLRRMYETVQEPFLNATTMAGEGDRSSNPFSALLGNHGSNQARDPAANSPTTTSESTTGSPAPNTNPLPNPWST
TAGAAQGATRPSPVTNARSATAGGLGGLSSTDLGGMLGGGSDTSFLSQVLQNPTMMQMMQNIMSNPQSMNQLLNINPNVR
NMMESNTQLREMFQNPEFVRQLTSPETLQQLISFQQSLMSQLGQQQAGPERTQSGAGAGNTNLNNLMSMFSGLGAGGGLG
VPSAPNVPPEELYATQLAQLQEMGFFDTQENIRALIATAGNVHAAVERLLGNIG*MSGGDGEEAAAAAAAATLHIRCTNG
SKLAVRADLGLSVGAFKAIVAESCDVPAPQQRLIYKGRILKDEQTLASYGVETDHTIHMVRGAAPPPASTAPPAANNVTP
AINATTASNSPAVGFGGLLHGLGGSGSANSGGLGSFGSGLPELSQMQQQLSENPTLMREIMNMPLMQNILNSPDLIRNII
MNNPQMREIVDRNPDLAHVLNDPSILRQTVEAARNPELMREMMRNTDRAMSNIESSPEGFNMLRRMYETVQEPFLNATTM
AGEGDRSSNPFSALLGNHGSNQARDPAANSPTTTSESTTGSPAPNTNPLPNPWSTTAGAAQGATRPSPVTNARSATAGGL
GGLSSTDLGGMLGGGSDTSFLSQVLQNPTMMQMMQNIMSNPQSMNQLLNINPNVRNMMESNTQLREMFQNPEFVRQLTSP
ETLQVN*                                                                         
>Osat_LOC_Os03g13170                                                            
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGIIEP
SLQALARKYNQDKMICRKCYARLHPRAVNCRKKKCGHSNQLRPKKKIKN*                              
>Osat_LOC_Os03g15370                                                            
MQIFVKTLTGKTITLEVENSDAVANVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGHIWI
EPSLRVLAYKHNINKMVCRKCYATLPPRATNCRKKKCGHSNQLRPKKVRWCRYFNF*                       
>Osat_LOC_Os03g15380                                                            
MAGIHPRDQRFVFNARQLDDNQSLADCNITHNSTIHFVFGIPCFYATPAYEQFNRLPRSESSDSSSTSKGDRSDSSSTSK
RDIAPANVKTVHCPDCQVQANVYYCNTKEDNEGCVFYRCPYFSIHTGWWLPVRPVRRHG*                    
>Osat_LOC_Os03g24920                                                            
MRKRLMQAMYIRVKRNKTTYFIQCDPTETTLSIKQKLHSLVDQPPGNQQLILLATTEVVLDDSKTLADQKVENDAVVALT
LRKGFVLL*                                                                       
>Osat_LOC_Os03g59370                                                            
MRIMVRTLRGDRVALDVDGATTTVAQVKGMVMARERIAVAMQRLFFAGRCLDDDHRTLADYGVRHDSVVFLSLRLATDAY
QTEMHNVRLMQPETATAKQEMHQQQQQQLHVHVAADDEEKAIKRKPVSRRALRKILSRLQVDAWTSQHDAKFLDLLLRHT
GGGGGARNVGELTGEDWSSIRAELNAATGSGFPVEELQRRLGEFRREFEAASRIKNHPRFSYDPRRRVVVAKQADWKNYI
LENPEAAAYEGRSPRHLGRLRAIFSGDGGGGGGGGAKCRETKARSCLRKLLRNFRLRFKL*                   
>Osat_LOC_Os04g52890                                                            
MAAVMHRSSSDGGSSSGWSEAAAASAAGDERAGWEVRPSGMVVQAREEGPGGGGGGGGGMGIPPRPPPPEIKVRVKYGAA
RHEVAVSSIASFGELKKLLAARTGLPAADQRLTYRGKERGNADYLDVCGVKNRSKLYLAEDPTSVERRYIERQKSAKIET
ANRAIGAIALEVDKLADQVRSIEKSITRGSKVAEVQITTLIELLMRLAVKLDSIHAEGDSSSQKNIQAKRVQKCVETLDV
LKISNARLQNVIVTTKWETFDAPATTQWELFD*MAAVMHRSSSDGGSSSGWSEAAAASAAGDERAGWEVRPSGMVVQARE
EGPGGGGGGGGGMGIPPRPPPPEIKVRVKYGAARHEVAVSSIASFGELKKLLAARTGLPAADQRLTYRGKERGNADYLDV
CGVKNRSKLYLAEDPTSVERRYIERQKSAKIETANRAIGAIALEVDKLADQVRSIEKSITRGSKVAEVQITTLIELLMRL
AVKLDSIHAEGDSSSQKNIQRVQKCVETLDVLKISNARLQNVIVTTKWETFDAPATTQWELFD*                
>Osat_LOC_Os04g53620                                                            
MLIPILSCLFQMQIFVKTLTGKTITLEVEFSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHL
VLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRL
RGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGM
QIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFV
KTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGL*MQIFVKT
LTGKTITLEVEFSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGK
TITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITL
EVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGL*                 
>Osat_LOC_Os05g06770                                                            
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKIKHKHKKVKLAVLQFYKVDDATGKVTRLRKECPNNDCGAGTFMANHFDRHYCGKCGLTYVYNQKA*    
>Osat_LOC_Os05g38310                                                            
MTTNTTENLQSPPPVDRGGERQDADLRVITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGCTLADYNIQKE
STLHLVLCTPSSQGYQLPQKEVRPQQ*                                                     
>Osat_LOC_Os05g51230                                                            
MTTTAAGGATLCAAREEQELLATRLNVNGIRPPHCAAESILIYLTAPGLSMMPMRVMASDSIASVKLRVQTSKGFVVRKQ
KLVFDGRELARNDSRIMDYGVSHGNVLHLVIRISDLRLITVQTVHGNKFRFRVEPGRTVGYVKQQIAKNSTHDDDHHSLV
LQGEVLDDAHLIHDVCRTDGAVIHLLVHRSAKLAARPVDRDFEVSIVARNRNAAADAAQPTLHLQRDFAIEPVIVNPKAA
LPPVIENLVGAVLAGMEKGNAPIMSSEGTGGAYFMQDASGQEHVAVFKPVDEEPMAANNPRGLPPSPTGEGLKKGTRVGE
GAIREVAAYILDHPPGGRRSFAGHHGSATVGFAGVAPTALVRCMHRSFKQPAASEQGPPLFKVGSLQAFVKNSGSCEDMG
PRAFPVHEVHKICVLDIRLANADRHAGNILTCRDEQGHGLTLVPIDHGYCLPESFEDCTFEWLYWPQCREPFSEETVEYI
RSLDAEEDIAILRFHGWEMPAKCERVLRVTTMLLKKGVDSGLAAFDMGSILCRETLTKESVIEEIIREVEDDVGDEAAFL
QSVSQSMDRRLGELSKKKKSNVSIQD*                                                     
>Osat_LOC_Os06g03640                                                            
MLGASPKAKKGATVKFGSMKNPPPPPVVGAAAGAAAAAAGGKVPAEEVWEVRPGGMLVQKRGGGADEEPVNVKPVPTIRV



KVKHAGITHEIYINSQASFGELKKMVAARTGLHPDDQKVMYKDKERDSKAFLDMAGVKDRSKLVVVEDPEARARRLIEER
RNGHLEKAAKAVAAVTAEVDKLAPKVAALDASVRKGEKVAENDVVQVTELLMNELLKLDAVVADGDVKAQRRLQVKRVQK
YVETLDAVMAKNAAIVRKSGEKLTSKQHHHPPARQQQQQAHQHHQQPAAGQTRWEMFDLLSSLPSTSSASSTTTVSSTAS
SGAPPPLPPPANRLDWMLF*                                                            
>Osat_LOC_Os06g05760                                                            
MDVNVVVLPTVVSHSCRLTVVVEPFDKVVEIKQKVESCYGIPVTAQCLLYWNRELADDHDIEYYPIFDGSHVLLLLHWQV
AARFCWIHGLAKWSGGDTTHDMVHVTAYLPPASWGRKVTVFARREESVAALKRRIHGVQKMAMPLPECMWLGVNDFVCGG
LMVMLDHWPLGAYVEFDSGVVEVTIVDCNKMVEAGSSGGSNRNTNVDANDSKIVIGLLMEGSRSQHMDFLLEASPADMVA
TLREQLNDNFEGSPETPLLAEGDYHFELNRVAMNEELSLEAHGVVESGETIMIIFGRLPAPRRE*               
>Osat_LOC_Os06g15360                                                            
MKLFVKTLKGTNFEIEASPEASVAEVKRIIESTQGQNVYPADQQMLIHQGKILKDDTTLEGNKVAENSFLVIMLSKAKAS
SSGASTASKAPVSQSQPATPVASVARTPPPQAPVVTPEPAPPSAQPPVASATPAAAATPAAAVTASSDADVYSQAASNLV
SGSNLEQTIQQILDMGGGTWERDMVVRALRAAYNNPERAIDYLYSGIPENVEPPQPVARAPAAVQQGNPQVPSQAQAAPP
PPVQPAGGASGPNANPLNLFPQGIPSAGSNPGAAAGAGAGAGALDALRQLPQFQALLALVQANPQILQPMLQELGKQNPQ
ILRLIQENQAEFLRLVNESPDSGAAGGNILGQLAAAMPQALTVTPEEREAIQRLEAMGFNRELVLEVFFACNKDEELAAN
YLLDHGHEFEDQQ*MKLFVKTLKGTNFEIEASPEASVAEVKRIIESTQGQNVYPADQQMLIHQGKILKDDTTLEGNKVAE
NSFLVIMLSKAKASSSGASTASKAPVSQSQPATPVASVARTPPPQAPVVTPEPAPPSAQPPVASATPAAAATPAAAVTAS
DADVYSQAASNLVSGSNLEQTIQQILDMGGGTWERDMVVRALRAAYNNPERAIDYLYSGIPENVEPPQPVARAPAAVQQG
NPQVPSQAQAAPPPPVQPAGGASGPNANPLNLFPQGIPSAGSNPGAAAGAGAGAGALDALRQLPQFQALLALVQANPQIL
QPMLQELGKQNPQILRLIQENQAEFLRLVNESPDSGAAGGNILGQLAAAMPQALTVTPEEREAIQRLEAMGFNRELVLEV
FFACNKDEELAANYLLDHGHEFEDQQ*MKLFVKTLKGTNFEIEASPEASVAEVKRIIESTQGQNVYPADQQMLIHQGKIL
KDDTTLEGNKVAENSFLVIMLSKAKASSSGASTASKAPVSQSQPATPVASVARTPPPQAPVVTPEPAPPSAQPPVASATP
AAAATPAAAVTASSDADVYSQAASNLVSGSNLEQTIQQILDMGGGTWERDMVVRALRAAYNNPERAIDYLYSGIPENVEP
PQPVARAPAAVQQGNPQVPSQAQAAPPPPVQPAGGASGPNANPLNLFPQGIPSAGSNPGAAAGAGAGAGALDALRQLPQF
QALLALVQANPQILQPMLQELGKQNPQILRLIQENQAMGFNRELVLEVFFACNKDEELAANYLLDHGHEFEDQQ*     
>Osat_LOC_Os06g23290                                                            
MSSAAIAISPMVEEFALLPICFDGSRSPHCLSGSQLQDSIIIFLAVPGAPPMPMSVLGSESIASVKLRIQRFKGFVVNKQ
RLVLDGHELARNNCHVKDYGLADGNVLHLVIRLADLRLINIETTSGKKFQFQVDQSRNVKYLKSKLAVEGDEDLGEDHKL
ECDGKELEDHQLIADISKKDDAVIHLFIRKPAKLRTQQVDKDTVVTVVTPQEKENLQNEAHAVNPAKPAGARPALVEPII
VNHKVKLSLEVMRMISSAIAGLENGYLPVMSAEGSGGVYFMQDASGEKNIAVFKPRDEEPMAKNNPRGLPVSTDGEGMKR
GTLVGEGAFREVAAYILDHPIGDHESEERIGFSGVPPTALVRSLHRGKSFKIGSLQMFIQNNGSCEDMGPRAFPVKEVHK
IAVLDLRLANADRHAGNILVCKDEEGGNYKLVPIDHGYCLPEKFEDCTFEWLYWPQAREPFSDETIAYIKSLDAEEDIKL
LKFHGWELSARCARVLCISTMLLKKGAARGLTPYDIGRILCRETVNRDSEIEDIVQEAEGHVLPGSSEVIFLETVSEIID
RHLDKKFA*MSSAAIAISPMVEEFALLPICFDGSRSPHCLSGSQLQDSIIIFLAVPGAPPMPMSVLGSESIASVKLRIQR
FKGFVVNKQRLVLDGHELARNNCHVKDYGLADGNVLHLVIRLADLRLINIETTSGKKFQFQVDQSRNVKYLKSKLAVEGD
EDLGEDHKLECDGKELEDHQLIADISKKDDAVIHLFIRKPAKLRTQQVDKDTVVTVVTPQEKENLQNEAHAVNPAKPAGA
RPALVEPIIVNHKVKLSLEVMRMISSAIAGLENGYLPVMSAEGSGGVYFMQDASGEKNIAVFKPRDEEPMAKNNPRGLPV
STDGEGMKRGTLVGEGAFREVAAYILDHPIGDHESEERIGFSGVPPTALVRSLHRGKSFKIGSLQMFIQNNGSCEDMGPR
AFPVKEVHKIAVLDLRLANADRHAGNILVCKDEEVRLETQNN*                                     
>Osat_LOC_Os06g43790                                                            
MGDGERREDENPTTSAADDDDDEDYDEPGGGNHFLGFMFGNVDDSGDLDADYLDEDAKEHLFALADKLGPSLKDIDLIKP
SAAPTDPSEQDYDAKAEDAVDYEDIDEEYDGPEVEAATEEDHLLSKKDYFSSNAVYASVNSKVSVFDEENYDEDEEPPND
NDLPSDNIVQNCTSASAEQLDMAPSNDNLAVEKMSSSLSEPEESFESEAFQKEMVAEEQLESKTATSLPVLCIEDGSVIL
KFSEIFGAQEPVRKAKMDRHKRPVNKELQITNFTDIVEEDEEVFLRSTIQNLSALKHIKTNDNFVESDSDESTSDVALRL
KDSCLSEQPMKDKDIPTAVQSPVFPDFYPLEHENWENDIVWGNSPTTAIQPCLTSCAISKESLDDHNEDQAEGYVSGCWD
VQNKFHSSSVMADPFGHTEIPDSTSYRSPENSYSPLRKETAQENNSLDEPNNITQPVKIDTTRHLNKLSLLNKELLEGSW
LDNIVWDPSEDVPKPKLIFDLKDDHMLFEILDEKNGDHLRSHARAMIVTRPMKTSAVENVDHNNQAIALSGRFNISNDKF
YSNRKMSQQARSHAKKRATMGLKLVHSVPAQKLQTMKPKLSIKEIANFHRPKAKWYPHENKLTARFQGDECSHGPMTAIV
MTLGGKGVKFLVNAEETPLSVKSKASKKLEFKPSEKIKLFCSGKELQDDISLAMQNVRPNSILHVVRTEIHLWPKAQRLP
GENKPLRPPGAFRKKSDLSVKDGHVFLMEYCEERPLLLANAGMAARLCTYYQKTSPSDQTATSLRSNSDGLGTMLAIDPA
DKSPFLGNIRSGSHQSCLETNMYRAPVFPHKVATTDYLLVRSPKGMLSLRRIDKLYAVGQQVKKSVSWIYHRLTRRATNF
KILFSWQEPHMEVFSPGTKNMQNYILNRILVYVYREFRAREKPGIIPQIRADELPIQPPITEAIKGPKGHLFYIQRPDFR
IPSEEELRRLLTPENVCCYESMQAGQYRLKHLGIEKLTQPVGLASAMNQLPDEAIELAAAAHIERELQITSWNLTSNFVA
CTNQDKENIERLEITGVGDPSGRGLGFSYVRVTPKAPVSNSTHKKKSAAAKGTTVTGTDADLRRLSMDAARELLLKFGVP
EEQIDKLTRWHRIAMVRKLSSEQAASGVTMDEIPVSKFARGQRMSFLQLQQQTKEKCQEIWDRQIQSLSAMDGNENGSDT
EANSDLDSFAGDLENLLDAEEFDDEDVGNTDIRSDKMDGMRGLKMRRCHTQSQINEEIQDDVAEAALVEKLLEESDSDMK
RKKQPVETTNYSTPMYNQGNKMKQGKAGQMIKSSVYAGALTPKESIPREAKEVENFAEGSLPSKLRTKTGFDANDDIILV
KRKNIPGKDGFKEKRQGARGDTLVCGACGQLGHMRTNKLCPKYGEDPETSEMDVNSIRSHPPDIVSNAQIKTSNKRLVAK
VSSEAFETEGPESIEKAKPVPVKFKCGAPEKSLDRNMSISASLVSDKRMMDATDSKSTGKVNKIKISNKIKYDDYPPDTP
KPSVVIRPPAEVEKDLPRKKIIIKQPKVLGDQQRPTELRSGQEPRKTRKIVELSSFEKRDREDDNGFSGQPIQINSSHDR
GWGLVGKRSKGIMESSESWRAFEEQRERQEQRLIEARIYDARREDELQKAKKKNKKKKKHEFRDDDLLDPRPYKNDRRVP
ERGRAAKRRTPADMTEYTPPAKRHRGGEVELSNILEKIVDHLRTMSCSFLFRKPVTKKEAPDYFDIIERPMDLGTIRDKV



RKMEYKNREDFRHDVAQIALNAHTYNLNRHPHIPPLADELLELCDYLLEESADVLDDAEYAIED*               
>Osat_LOC_Os06g44080                                                            
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPTDTIDRIKERVEEKEGIPPVQQRLIYAGKQLADDKTAKDYNIEGGSVLHLVLALRGGQ*      
>Osat_LOC_Os06g46770                                                            
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTID
NVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGQ*                          
>Osat_LOC_Os07g30640                                                            
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGGRPG
YPMIEPNLLALARSKMEKKMICRKCYARLPYKATNCRKKKCGHTNELRPKKKLVSKLSV*                    
>Osat_LOC_Os07g30990                                                            
MQIFVRTLDECITLEVEGSDTIGDVKVKIHDKNGIPADDQRLMHAGRQLDDRRTLADYGIQTEHTLRLAIRLRRRGQPPH
TRAQAQ*                                                                         
>Osat_LOC_Os08g08700                                                            
MQIFVRTVTAGPLAVEVNPWDTVGKVKAKIQAKGGIPAAQQRLMFAGRHLEDGRTLAEYGIKKEANLHLALRLRGGGAAG
GGGDARAADSGGWGHWATTVGLFVTMVSLAVAVNAGDAGDLQLFFLWALAVAGVNLITAGVYLSSRDDVSRSCTVVLAMA
AAFARRNLAVLGTIAASSAATGVMFSATQPVLCFFFFALFVSSLSLVTNHCC*                           
>Osat_LOC_Os08g08760                                                            
MSGSATSAALRFANCGSQASTRPPPPPSKSPSYINPSVPDIFIELCIGRRSPAPRLSTTLPLACCHRVSSVYRSRWHCRL
GLEYQSYSSSGCHRPHVLALPRPPLLLLEFAVKMQIFVKTLTGKSITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAG
KQLEEGRTLADYNIQKESTLHLVLRLRGGLWACSIGSPFYLLL*                                    
>Osat_LOC_Os08g08790                                                            
MRVWGQIVDKRAKSGAADVDSDTAVDLRLRRHIGTEPNLSTQIARNPNPFFFSPSRSIATTPTSGIHARSNQLLARIRLL
STCMFVICNNKMQIIVKTLTGITITLEVRPSDTIDDVKAKIQDKVGIRSDQQHLVDVSAGSKQLDDGGSTLADYDIHDES
TLHLVQVLLGDCRN*                                                                 
>Osat_LOC_Os08g19830                                                            
MESSSSDVQMSHCAEDLNSESTIEIKIKTLDSQTYNLRVNKRVPVPLLKEKIATVTGILSEQQRLICRGRVLKDDELLSA
YHVEDGHTLHLVVRQPGQSATSGNAGNEGTTSNPARRRGPTMTRSIVLEAINVGQGSELSVAQLLQSLLRAPSSTQVSSG
PAPSDARPSEGAQSSTQNGVRAVLDQMLVPPLFQSETSVGLSEPNVIPDSLTTISQYINFLRDSFRREGFLENGQTLNNA
DHGTAGSAHGGGTQNHESQPDSASAHGLPTAALLAETMHSTRQLLVEHAGALLSQLPNQLGDIVNVTDATTRRNLQNSVV
RYGVLIQYLGSLLLELGRTTMMLRINPATSEAVVNSGPALFISPSGPNPLMVQPAPFVPGTGSVQVGPIFSSLTSHRSVL
HPRDIDIHVRTSGSVSLTGTNPPERVEEHQTQDRTDRSANASPANSSEAFAGVTAGAPFSVESGVRLVPHRTVVAVPAGI
SHPPSMSSSGVGIIYPLFARIQQRAYTNAQVAHSANQIPNPQTSQYHEAGTLGSPVDINAENGTQTSPGEQNGQGPFSQL
MDSIPWIASLFSGENSRVNGTNQHAPASAEQVDGRNHGAPEVSGVSDEGLRFASLVRQIMPFISQVESHHQSASAVSSST
PSQAAHGNLNTARAGPSHSRSSHQHNRDPVDGPNSKRQRTSE*MESSSSDVQMSHCAEDLNSESTIEIKIKTLDSQTYNL
RVNKRVPVPLLKEKIATVTGILSEQQRLICRGRVLKDDELLSAYHVEDGHTLHLVVRQPGQSATSGNAGNEGTTSNPARR
RGPTMTRSIVLEAINVGQGSELSVAQLLQSLLRAPSSTQVSSGPAPSDARPSEGAQSSTQNGVRAVLDQMLVPPLFQSET
SVGLSEPNVIPDSLTTISQYINFLRDSFRREGFLENGSAHGGGTQNHESQPDSASAHGLPTAALLAETMHSTRQLLVEHA
GALLSQLPNQLGDIVNVTDATTRRNLQNSVVRYGVLIQYLGSLLLELGRTTMMLRINPATSEAVVNSGPALFISPSGPNP
LMVQPAPFVPGTGSVQVGPIFSSLTSHRSVLHPRDIDIHVRTSTLGSPVDINAENGTQTSPGEQNGQGPFSQLMDSIPWI
ASLFSGENSRVNGTNQHAPASAEQVDGRNHGAPEVSGVSDEGLRFASLVRQIMPFISQVESHHQSASAVSSSTPSQAAHG
NLNTARAGPSHSRSSHQHNRDPVDGPNSKRQRTSE*                                            
>Osat_LOC_Os08g33340                                                            
MKVSIKTLKGSSFEIDVEPTSKVSDVKKLIEVTQGDNVYPADQQMLIHQGNVLKNDTTLEENKVVENNFIVIMLSKKGSS
SAASSTAKEPTKQPSVDRAIPTAPATQPPAPPAPVSEPVTAPVPTATTASAPAAAVTAASTEADNYGQAASNLVAGSNLE
GTVQSILEMGGGAWDRDTVMRALRAAYNNPERAVEYLYTGVPEQAEAPAAVQALPVPAAVQALPVPAAVQPVDPSQAPQS
AQLSIPSSGPNANPLDLFPQVLPNASANAGGGNLDVLRNNSQFRGLLSLVQANPQILQPLLQELGKQNPQILQLIQENQA
EFLRLINEPAEGAEGNLLDQFAAGMPQTVAVTPEENEAIQRLEQMGFDRDLVLEVFFACNKDELLAANYLLDHMNEFDDD
APEPPQ*MKVSIKTLKGSSFEIDVEPTSKVSDVKKLIEVTQGDNVYPADQQMLIHQGNVLKNDTTLEENKVVENNFIVIM
LSKKGSSSAASSTAKEPTKQPSVDRAIPTAPATQPPAPPAPVEPVTAPVPTATTASAPAAAVTAASTEADNYGQAASNLV
AGSNLEGTVQSILEMGGGAWDRDTVMRALRAAYNNPERAVEYLYTGVPEQAEAPAAVQALPVPAAVQALPVPAAVQPVDP
SQAPQSAQLSIPSSGPNANPLDLFPQVLPNASANAGGGNLDVLRNNSQFRGLLSLVQANPQILQPLLQELGKQNPQILQL
IQENQAEFLRLINEPAEGAEGNLLDQFAAGMPQTVAVTPEENEAIQRLEQMGFDRDLVLEVFFACNKDELLAANYLLDHM
NEFDDDAPEPPQ*                                                                   
>Osat_LOC_Os09g24200                                                            
MKISVKTLKGSTFQIEVDSAQKQVADVKRIIETTQGQHIYPAEQQMLIHQGKVLKDDTTLDENKVLENSFLVIMLRQGKG
SSSSAPATSKAPSNQAPPTQTVPAAPASQAPVAPATTVPVTVSAPTPTATASPAPAVAVSSEADNYGQATSNLVAGSNLE



ATIQSILEMGGGIWDRDIVLHALSAAFNNPERAVEYLYSGVPEQMDIPVPPPSIQPANPTQASQATQPAAPSILSSGPNA
SPLDLFPQALPNASTDAAGLGNLDALRNNAQFRTLLSLVQANPQILQPLLQELGKQNPQILQLIQENQAEFLHLINEPAE
GDDEENLLDQFPEAMPQTIAVTPEENEAILRLEAMGFDRALVLDVFFACNKDEQLAANYLLDHMNEFDDEGPP*MKISVK
TLKGSTFQIEVDSAQKVADVKRIIETTQGQHIYPAEQQMLIHQGKVLKDDTTLDENKVLENSFLVIMLRQGKGSSSSAPA
TSKAPSNQAPPTQTVPAAPASQAPVAPATTVPVTVSAPTPTATASPAPAVAVSSEADNYGQATSNLVAGSNLEATIQSIL
EMGGGIWDRDIVLHALSAAFNNPERAVEYLYSGVPEQMDIPVPPPSIQPANPTQASQATQPAAPSILSSGPNASPLDLFP
QALPNASTDAAGLGNLDALRNNAQFRTLLSLVQANPQILQPLLQELGKQNPQILQLIQENQAEFLHLINEPAEGDDEENL
LDQFPEAMPQTIAVTPEENEAILRLEAMGFDRALVLDVFFACNKDEQLAANYLLDHMNEFDDEGPP*             
>Osat_LOC_Os09g25320                                                            
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPTDTIDRIKERVEEKEGIPPVQQRLIYAGKQLADDKTAKDYNIEGGSVLHLVLALRGGY*      
>Osat_LOC_Os09g27930                                                            
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGSRGG
YPKGIEPNLRELAQKYNENKLVCRRCYARLPLRSTNCRKKKCGHSNEIRAKKRFMSKLSK*                   
>Osat_LOC_Os09g30390                                                            
MDVTFVCAGEESFKMEVGFFDTVHDIKQKLQSRRGWPAAAVSLFHNGDALADAGGGEAAGGGAERYGIVEGSVIHVELGV
GVAGRQQQLQQNEHKGRSKRRDDGGGAAAVRVNVVSRCGRGRAEVAVGARRAVAALRRELEERAFPLPRDGAYFFIHRQS
VMDESRSFEWHGVAAGDEVVVFEGSVTRPPTY*                                               
>Osat_LOC_Os09g31019                                                            
MQIFVKTLTGKSITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGSRGG
YTIQEPSLLLLALKYNEKKMVCRKCYARLPARSTNCRKKKCGHTNQIRPKKRFISKTAN*                    
>Osat_LOC_Os09g31031                                                            
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLDDGRTLADYNIQKESTLHLVLRLRGGSRGG
YTIQEPTLRALALKYREKKKVLCTPSHQVSPLPQEEVWPQQGAEVEEEVHQLAFDSVRHWKVFTS*MQIFVKTLTGKTIT
LEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLDDGRTLADYNIQKESTLHLVLRLRGGSRGGYTIQEPTLRALALK
YREKKKVCRKCYARLPIRSHHCRKKKCGHSKELRLKKKFINSLSIA*MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDK
EGIPPDQQRLIFAGKQLDDGRTLADYNIQKESTLHLVLRLRGGSRGGYTIQEPTLRALALKYREKKKVCRKCYARLPIRS
HHCRKKKCGHSKEVSISKVPLRM*                                                        
>Osat_LOC_Os10g12620                                                            
MAWRMKLQHLKDITDQFSPGRELGKGGFGVVYKGILANGKPIAVKRLQVMPGIQDRQFNNEVHHLMGLKHQNIVQLIGYC
DERQEKVIYDEYQKKNICAEVQERLLCYEYMANGSLDKLVYDQSHVLEWHDRYAIIKGICQGLCYLHEELENKPIIHLDL
KPSNILLDDNLLPKIADFGLSRLFGEEQTRTCTTMVTGSIGYMAPEYCHKGEISTKSDIYSLGILILEIVTGEKNHQSSV
DLSGQRFIHSVRNKWSRMSKITSRYPLLDTHSLQQVHSCFKIGLNCVEIDPKRRPPARKIVNMLPWECKKAEAMASMLLP
NVSNGRFTSSVVDKESNVIGLPAHQVDSNMKEILSVNPLELWFPMKAQEEFSCSMLLKNKTHHYVAYKINAQKLNIYRIE
PCSGLISPQFTCNISVRMQAQQGVSPNMQLMDRILVQSVVVSDDLIDIAKDLSCKQKGKLVLKGPDKIMSKIYVNIRKTG
ALDENKPICGTTEGIGNSHHDNKLSGLSIMKNSSRDDYVIDGMRIYVKIPSIAKTIKLIVKNSNSVADVKVEIERKEGIL
QDNQMLMYAGRQLDDRQILSHFGLSDDQILHVLICPFEKLRIFVNISNRRTVRLDVESWYTVADVKVMIEALLGFPACTQ
LLMWTNPSVDIELMDTETLKEQNVKNNTVLLLHPNVQIFIKSWEGRTLTTLVSMFDTAEEIWKKIKKRSQIKAEKYFLCY
RGHVLPPGVSLDMYKIESNSTISIRLRNSYRKEEPGRITRGTSSFTLQSSLMEWYQERKYARQAKATAEDTILHA*    
>Osat_LOC_Os10g31790                                                            
MESSPPPPPPTITVQVKFGGRTIPVEVPAAATAADLKRLLQPLTNVLPRGQRLICKGKVLADAASLSSMQVVNGSKVMLM
ASQGLHQGDGPITKNSSVPAPSTRRASNVKEAQIQKSDTNVSKIRPERWKATGIIALSDSSLKAVPEEVWGCGSSIRVLD
VSNNCIEAIPQEIAALRSLQKLILTANDIADGNISWEGLTCVQTLTVLSLSQNRLVTLPSSLGSITHLRELRIANNRLEN
LPVEIGLLKHLEILIANNNRITSLPSSIGGCESLNEVDLSSNLLAELPEAFGNLQHLKALSVRNNGLTSLPSAFFIKCSQ
LITLDLHGTEITNDVLRQVDGWEEFDERRRKKHQKQLDFRVGSSVVFDEGADDDYRRL*                     
>Osat_LOC_Os10g33620                                                            
MKRRPAMDSHNEQPPPPKSLKIYVKMMKTFTLNVNSTDTVDQIKSKLSAIEGIDKSKQEMFFAGMHLKNEDKLADYNIMT
NSSVDLYVTDAIQISVRIPSVGKTTKLNMRKSNSIADIKAEIEQEEGILMNEQILMYAGQQLEDNQLLSQCDLRNDQTFH
VLVCPNDKLHVFINVRGEKTIGLETKRWYTVADVKLMIENLEGLPACSQILTRMQSGVGVALTDGRMLQDQHVKNNDTLL
LQQNVQFFVKSWEGKTLTMVLKTSDTGKQIKDRIAEKLRIKESLYYLCHKGRVLLTEDTLLDHEVESNSTVYIRLRNSAV
VKPNAKKR*                                                                       
>Osat_LOC_Os10g34960                                                            
MQIPVDLITGATLTLEVEPSDTVESVKAKIKAMSGITEDFGLAYDGKQMDEADGHRTLADYGIRDPATEMQILVSGLRGN
TWTLWVEPSDTVESVKLQLQEKDGLPPCQQRLIFEGRQLDDGDTVASCGIRKHSYLNLCGRLASCDCIRTHMEAQKLIQE
HHQTLTTRPAATDEMQIFVRVLGGKKATALKVQPSDTVGSVKVKLYYRKKKKTMPCKQRLVFSGMELADDRTLASYGIEE
ESTLYLCAQRPMAAGRRMVTGGEKGRRMEEIQLALEATVRPIRANVFRAHARMALAADSVHRWQRRH*            
>Osat_LOC_Os10g34970                                                            
MEFRDEVGSVGKKTSRAFHQPWSHQEPSDTVESVKAKIKDMSGITEDFWLRYDGKQMDEVGSRTLADYGIHDPATEMEIF
VRGLMGNTRTLWVKPSDTVKSVKGWQLKDGDTLASCGIWKYSNMNLCYHFADSCDCICAHIETQRLIQKHQTLAQLHSTQ
PATEMQIYVKKFFTDIYITKIPNNRQHQAPNYHRIDLKSEPHKSQQPQTHGTRRRRDGGAEVGWRRRAEAAAAVLALEAK
GRGDVEAEAAPVLEAEGGGGAMQAKAEAWRRRDGCEAVRG*                                       
>Osat_LOC_Os10g34990                                                            



MSTVMTQIFVKGLTGKTTALRMEPSDTVESVKVKLVDKEGLPPDQQPLIFQGHQLDDGHTLIYYGIQEESTLHLLGRICG
GGGGNKKRKKKAYATPKKGKHEHRKEELAVLRHYRVDDVMGKVERLRLMCPNPECKDVGALMAKHHD*            
>Osat_LOC_Os10g39590                                                            
MSMITVKVKTLTGKEVEVSIEATETVARIKEQVEAAEGIPPPQQTLIYGGRQLADDMTAEMCDLRHGSELHLVLALRGGL
L*                                                                              
>Osat_LOC_Os10g39620                                                            
MGGGGGEAGGGDGGESSPAAAAAAAVAGAAALHIRCANGSKFTVRADLDATVGAFKEVVAGSCDVPAAQQRLIYKGRILK
DEQTLESYGVETDHTIHMVRGAGPPAGSAAPAAASPQASAAPSSGPTDGLGSLFPGLGGTGTAGTRPSGLFGSGFPELDQ
MQQQLSQNPNLMREIMNMPMMQNLMNNPDLIRNMIMNNPQMRDIIDRNPDLAHVLNDPSVLRQTLEAARNPEIMREMMRN
TDRAMSNIESSPEGFNMLRRMYETVQEPFLNATTMGGEGNTAPNPFSALLGNQGSNQPRDPATNAPNTGSESTTGTPAPN
TNPLPNPWSSNAGGAQGATRAGSTGNARTGATGGLGGLGSADLSSLFGGLAGNTGTGATGGLGGLGSADLGSLLGGSPDS
SSLSQILQNPVMMQMMQNIMSDPQSMNQLLNFNPNTRNLMESNTQLREMFQNPEFIRQLTSPETMQQLLSFQQTLLSQLG
QNQPRQDGSQGGNATGMRGNVSLDTLMGMLSGLGAGGGIGVPNTSNVPPEELYATQLTQLREMGFIDTAENIQTLPITSP
TPLFCKRFFSPSKFKRSVCLQSQEKIKQRNPTPTINFSIHGRHAFVFTVLYLTIWVDVHTYEIIGSYRIEYGSTFAIVGS
QSSRCMLMPSCVLGYLHKS*MGGGGGEAGGGDGGESSPAAAAAAAVAGAAALHIRCANGSKFTVRADLDATVGAFKEVVA
GSCDVPAAQQRLIYKGRILKDEQTLESYGVETDHTIHMVRGAGPPAGSAAPAAASPQASAAPSSGPTDGLGSLFPGLGGT
GTAGTRPSGLFGSGFPELDQMQQQLSQNPNLMREIMNMPMMQNLMNNPDLIRNMIMNNPQMRDIIDRNPDLAHVLNDPSV
LRQTLEAARNPEIMREMMRNTDRAMSNIESSPEGFNMLRRMYETVQEPFLNATTMGGEGNTAPNPFSALLGNQGSNQPRD
PATNAPNTGSESTTGTPAPNTNPLPNPWSSNAGGAQGATRAGSTGNARTGATGGLGGLGSADLSSLFGGLAGNTGTGATG
GLGGLGSADLGSLLGGSPDSSSLSQILQNPVMMQMMQNIMSDPQSMNQLLNFNPNTRNLMESNTQLREMFQNPEFIRQLT
SPETMQQLLSFQQTLLSQLGQNQPRQDGSQGGNATGMRGNVSLDTLMGMLSGLGAGGGIGVPNTSNVPPEELYATQLTQL
REMGFIDTAENIQALVATAGNVNAAVERLLGNLGQ*MGGGGGEAGGGDGGESSPAAAAAAAVAGAAALHIRCANGSKFTV
RADLDATVGAFKEVVAGSCDVPAAQQRLIYKGRILKDEQTLESYGVETDHTIHMVRGAGPPAGSAAPAAASPQASAAPSS
GPTDGLGSLFPGLGGTGTAGTRPSGLFGSGFPELDQMQQQLSQNPNLMREIMNMPMMQNLMNNPDLIRNMIMNNPQMRDI
IDRNPDLAHVLNDPSVLRQTLEAARNPEIMREMMRNTDRAMSNIESSPEGFNMLRRMYETVQEPFLNATTMGGEGNTAPN
PFSALLGNQGSNQPRDPATNAPNTGSESTTGTPAPNTNPLPNPWSSNAGGAQGATRAGSTGNARTGATGGLGGLGSADLS
SLFGGLAGNTGTGATGGLGGLGSADLGSLLGGSPDSSSLSQILQNPVMMQMMQNIMSDPQSMNQLLNFNPNTRNLMESNT
QLREMFQNPEFIRQLTSPETMQVTYVTFYVCG*                                               
>Osat_LOC_Os11g04880                                                            
MIEVVLNDRLGKKVRVKCNEDDTIGDLKKLVAAQTGTRPEKIRIQKWYNIYKDHITLKDYEIHDGMGLELYYN*      
>Osat_LOC_Os11g18670                                                            
MARQMRLQQLKDITGNFSKEQELGRGGFGVVYKGILKNGVSVAVKRLEVNPGIQDKQFKNEINRVVLNGVTVMQLSKEYA
RVLSHRQVKHGFQAIQSSDYLRTGHVLLANHILSSRLEARLILVRVASKQTLSPCRKISGQGRMRIRTVDGMCISVKIPS
IAKTIELSVKKSDIVADVKLQIELKEGIHLDNQILMYAGRHLGDSQILSECGLSDDHILHVLVSPADKMCVYINIRDTRT
VRVDVRNWYTVADVKLMVETMFGFPECSQILLPTKSGDAIELNGTQTLKDQNIKNNAVLMLLPDFPIFIKTWEGRTLTMV
VSSFHTEEDIWEKIQKKSMINPKNTFSVTMGMF*                                              
>Osat_LOC_Os12g04924                                                            
MIEVVLNDRLGKKVRVKCNEDDTIGDLKKLVAAQTGTRPEKIRIQKWYNIYKDHITLRDYEIHDGMGLELYYN*      
>Osat_LOC_Os12g17820                                                            
MDVTFQMWAGGALLGARKGRSFTAEIGSTSSLQRMKTAVMNQEGFPVQHQRPFFGGVEMQEKGDDTTREYSIVKGSTIDL
LIPYRYRGAAADR*                                                                  
>Osat_LOC_Os12g17840                                                            
MEVTLETVAGRRFTVEIWFFSTVRRIKEYVLRQEGIPVESQRLFFAGAELDDDGDTERYSILQGSTVLLLLPEDGAAPPS
SGGGGGGGGGTKAMVRVVVNAPAALAGKGGAVTVEVDAAACTVAGLKERVQEGTDGALPAARVALMFGKVEMEDGRAVAE
YVPPGAAADGTATVVVSAVVRPPPPPTPTPQPPQQPRVTVNVKWGAKAAAVEVSDMLAVKDLRAELGGAAAHLPLPKDGG
YFFIYKQNVMEEDRTLRWHDVKNGDTIEIFNGRVTGGA*                                         
>Smol_XP_002994512                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGQA                  
>Smol_XP_002986416                                                              
MFIRVKRKKTTYFLHCDPSETVLEIKQKLQALSENHVDDQRLILIANKLVLEDHKTLADQKVENDAIVAMTLKIRGKKLS
>Smol_XP_002985687                                                              
IFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGIIEPSLMALARKYNQEKMICRK                         
>Smol_XP_002985299                                                              
MSAEEASTTAAPSAAATVHIRCSNGTKFSVTVDLKSTVRGLKSLLVERSEVPADQQRLIYKGRVLKDENSLDSYDLQNDH
TVHLVRGAPPPGSAPAAPSPASPSPAAAPPAAAPPGGIGANMHGGFFGGAAAPLGTATTLPEFQQVQQQLMQNPNLMREM
MNMPAIQSLMSNPELMRTLIMNNPQMREIIDRNPDLAHILNDPATLRQTLDAARNPELMREMMRNTDRAMSNIEASPEGF
NMLRRMYETVQEPLLNAATMGGTGAEGADAQANPFAALMGRAPAATTAPAAGTGDPNQTPAAGTGATVLPNTAPLPNPWN
PAARETTTTPGQQLSTLPPLGFLGGMGDGNAGGLGALGGLGGLGGIEQMLQNPGMLQAMQSVLSNPQYVQQVLNMHPQLR



NILNANPQFREMMQNPEFLQQMTSPESLQQMLALQQSLLGHLGRQQPGQDQGLGQGGLGGAAGNVDLNSLLGMFGGLGSN
FGATPEVNALPPEELYATQLSQLQDMGFYDTQENIRALSATNGNVHAAVERLLGNP                        
>Smol_XP_002985052                                                              
KKQQGWRRRIFVQTDNGSVLGMEVHRSDKVQSIKKKIQAVLRISTENSDLSFGDHVLEDDVSELRCDSPVLLARSSTIHR
SFSTPCLCPSKKESNAAIFLGGEEEEEDSRGPFEIVGGWSCCARIKRLIQESCAGIERGVEPLPAQGGLGGAYYFRDRHG
KKIAIVKPADEEPLAPNNPRGFVGRRLGQAGLSRSIRVGETGIREVAAYLLDHGHFAQVPATVLVKAVHPIFHINSAWSR
SGSKLAKIGSFQEFVEHDYEASECGCSRFPASAVHRVGILDVRLFNTDRHAGNILVRHNTAAAATTNMCNSVELIPIDHG
LCLPESIEDPYFEWLHWPQASFPFSEEELDYIRVLDPAKDADMLRKQLPMLKEACIRMMILCTSFLKRAAEAGLCLAEVG
SMMSRELDDSGETCSSELEKMCTVARDQAAQESALA                                            
>Smol_XP_002983549                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEEGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGQ                   
>Smol_XP_002982950                                                              
MEVDRGVSCPSSSSHLQFFVKTYIDGKTIVLHATASDTIESVHQQILVRTGLPLLEQRLIFGGRQLQHDQSLETCHVTND
ATLHLVARMRSTALPHSWQLINDLVATIRKMYGLSGDEVSRLGSKLTQCQDSVRTGVQEFLKMTSKSVPVLEHMQVFQLS
GATSALVMLLLSPVESNRICAEESIKFFLTGNDDYLPVHLHCHSAPVLLDFCKLLSKSAPSHPLYRSCRSALARLLDGSD
AAHGNPFFHEVKAETIVSDFSPFANELAESLLTRLQDYRSFPGQEFSSYIKEAKDFTAFITHICKSMATTQAQAQAQQVG
TAGWLDSIFHRLLVELDKCLVTVLWQHEKFQEGGPRSTQGVEERPFARAPFLFVLKGLHAVAKLSDISSMKLLSLLRSQR
LALNVLVSQSRWQDHDFWLLEYKRFLEFDSKKRLVMAMLPEPQDDHEERQEIVIQRSQLLTESLEQLVYVEAENIQGGLS
VEFSSEEATGPGVLREWFFMVCKEIFNPQFALFLPCPNDRRRFYPNPASGVNPGHLTYFKFCGRVIALAMMHRVQVDVTF
ALFFFKQLAGLPITWEDSRDADPALYASCKNILEMDPDSIDSDTLGLTFVTEMELLGSRKVLELCPGGKDMAVTSTNRRH
FVDLMVQRRLVAAVADQVKWFSQGFSDLLSNTSIHQFLRPLDLEDLDLMLYGKDREISVEDWKQHTEYHDYTASDEQARW
FWEVVEEMSPERRRKLLFFATSVTHLPPEGFAGLTSKFHIHKSLTNVTWLPTAHTCFYQLILPPYSSFDVMHRSLYAITA
DHIAEGFGFA                                                                      
>Smol_XP_002981404                                                              
MPGIGEVLALPAPKPGDIDGPLPPAQLVKAEDTEMEDAAAAADVITGAKPATVASQTRNIGMIHPPPDIRSIIDKTAHFV
AKNGVDFERKIMTNEQKNVKFNFLNSSDPYHAYYQHRISEEKSGNGPPPPPPPSSATDPSKPPLSATAAAAATATATAAA
QKFDISQFIQPSKVVEPPEAEQFLLKLPEGLTGQDLDIIKLTAQFVARNGKAFLTGLTSREHNSVQFSFLKPQHSLFTTF
TGLTDSYSKVLLPPKGLLDKLKRDLSDKMSILERCLHRLEWERSQEKARQKAEDEEEQERMMMSSIDWHDFVVVETIHFV
EEEDDALPAPVTQEEVIRRSKALTDEEVAAETGAGAVKEVEMEMDEEEMHLVEESRKAAARQQEAANAKEVVQVIVPVDE
DEPPMRIVRNWKRPEERMATEKDPTRMVISPITSEVIPISEMAEHMRISLIDPKFKEQKERMMAKLRESTLATDDEISRN
LMGLARLRPDIFGTTEEEVSNAVKAEIEKKKEEPKQVIWDGHSGSISRTANQALAQNAEEWDAATGAAKPTPPLKPLPPP
AGLAVNIPRVQATIQAPPVPPRQPLFPTPMPAVPQLGNRPMTLPTMAMPHYQFVPGMPPPPLMQMQPPPPAYQAMPPLPD
DDMLMPPPPEEPEPKRLRLEDSLLIPEHQFAFQYPGPIPVSVAVPTVEGEGSLKGQVLQLTMPSVSETIASLKEKIAAEI
GLPANKQKLSGRIGFLRDTQSLAFYNIAPGESLTLLLRERGGKKKN                                  
>Smol_XP_002980628                                                              
MEGELRVSVRHGQQTLDISLPSSARVSDLMERLQALTNVLPRGQKLIHKGKILTPDMTLASGSKIMMMATQGTHQGSAPE
MKKPSVLLKSKPAEKPATKIKPPERVEVWKSTGYVSLRDTEVLEIPATVWALGQSIIILDLTSTMLRKVPAELSCLSKLK
RLSLSGNSLDDTSIHWKSLCSLQSLELLELTANCLTSLPCEIQGLSSLRLLNVSRNKLTTLPDDIGMLSRLERLNLSNNR
KQINLSSNFLTLVPPSIGELRKLKSLLLANNALKEFPASILKGCGELNSLDLHGNPITIEALREIDGWEEFDARRKAKYD
KQMVFQVMGPSDGFDEGADTQETRHW                                                      
>Smol_XP_002974390                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKGRKRVLGLFFLAGSD  
>Smol_XP_002973945                                                              
MQQQQQPYIHSSERYGGYGGAARAARGGGGSLGGDGDEDGEEEEEEEEEEEEEESSGRMLGFMFGNVDDTGDLDVEYLDQ
EAKEHLFALADQLGPSLVDLELSSKARQFTASAALKEQDDYDRKAEDAVDYEDIDEACEDDGQMLPEDKQYYAQAALAVP
SKQVEEDDYDEELPDDTVPAAPDLPKPTEEPLVSIASDETPLPTPELLSSSSILPSPSSASPLSTALLPVTSPEDLPLSR
TQIEVEGSPDEMLDESEDDIDSEEELYEDLSADDESEQFELPIIFQEHGKQILQFSEIFGAKQPFWMLGNKKLRTKRSHF
KGRPGRFDSMIDDDEAQVLKVLPENHDITQLYYQEIDAREGQELADELNEVGPKFLSCQPLDKKLPALADIEKDFSVNFD
PIHQLDWETEIVWDAERKPSQDEDFEIAEPAEGDRLHLQASVSGKDAFDKLIILEPLCRDGRRASKTASKHPQMLRLEAW
RHQPGNELSRKLDRLNFEVELKNPDLAAGTWLSNVCWDEEDAKQRSSKYRAIFDLMDSHMVFEVSDVRETKSIRDHAAAM
LISPRTSKGKQSETADVMLPSRFNISNDKYYVVKKTPQQQKLQAKKRAIVGGVKVAHSVPALRLQTMKPKLTNKDLANFH
RPKATWFPHHNEVAAKEQGELAARGPMKVILKTLGGKGSRLHIDASDTLETFKMKASKKFGDLKPSENTKLMYSGRELES
NKSFAEQRVPPNSVLHLVRTKVHPWPKAQRLPGENKPTRPPGAFKKKSELSVKDGHVALMEYCEERPLLLSNVGMGAVLS
TYYRKMSPTDSTAATLKEERGSWIGAVLPLEPAEDSPFLGNIRLGETQSCLETNMYRAPVFQHRVSSTDFLLVRSSKGKL
SLRRIDGLHVVGQQEPHIEVIAPSSKTVLHYLGNRLLVHVYREFRAKDKPGMSPQIGADELMAHFPSLTDGFIRKRLKHC
ADLQRGPHGDMRWVMRQGYRIPSEEELRRMVTPENVCSYESMQAGQHHLKRMGVNKLTHQNGLAAAICQIPDVPVTLATA
AHIERELLITPWNLTANFVAAMMQGRNGIERLEIIGPGDPTGRGLGFSYIRVALRPPNTGAMVEKKAAAARGGGAVTGTD
ADLRRLSMEAAREVLLKFGVPQEEIDKLTRWDRIAMVRTLSSEHAAAGEATGAAALNKFARGNRLPFVQLQQQVRERCQE



IWDRQVQSLLAIDGDESESEGEGNGDLDSFAGDLENLLEAEEEDDKNVAAKKDKREGLRGLGARRRALQAQLEEDMEDEA
AEAAELHRMLMEDDEAEEDEKRKKAAIANASSNGNAPVATPAPPPIQALPTPAATGPKKKRKILKRIIKIKNPDGTITRR
EEIIKDPIEIAKHLAKKNAANGQAKVSKVTFEKTKPTIKNVKKTTVANKNLGTSKSRDAKEGLQVVCGGCGQLGHMRTNK
KKCPLYLDEAGGARPEAESAPDRPVQRVTIKKKKIEDLDNKPVGETPKLRVKFKNPNVEPGLQSAKSSSNSLIRPAEQKA
ASEPVVNGHKPTVVKIKIKKLDPAAEPVLQQQPEAEKVMEQPAQQEEMDVNERAADPQVKSEVDRAPEQEVRQHATTEQQ
MEVDRKRQAEKVRDADRKKKKHKIKEHKKERQKDKSEDLERKMEERRLQEEKARILREMEEARLREAEERRLQEERARIL
REMQEAQERQLQEERARIMKDTEKQRQFQEQQQKKVRVMQPPQETRNTIVIKNPGRKNVKRREMSGQFDYQDRTPKRQRK
RGGGEVELANILEEIVQGLKEKEFSRLFRKPVTKKDAPDYHLVISTPMDLSTMRDRARNLFYKCREDFLADMHQIVDNAH
TYNEKRNPGIPPLADQLLEKCEDLLELRHSELSEAEERMGEEDGGGGGGGGQVQVIGGGGGGGGGGGGRKRSLRSL    
>Smol_XP_002973843                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEEGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGQ                       
>Smol_XP_002973551                                                              
MAGKALIPLRILTSDTIASVKMRIQSLKRGMYVKQQKLVHDGRELARDTSRVKDYGIRPRDVIHLVLRVSDLLQVVVKSG
GGREYMLKVDRSSSRKPAARSQSLSPSRHEDQGLILRGERLDDKRLIEDFLLEDDAEVHIVARKAAKVRTWHVGGGGTEV
SIEDEKRSKRRGATALIESGVVSCQPEIQVPESLLDMLGEINAGLDQGFSPVLSSAGTGGAYCMLDRSGSKALAIFKPMD
EEPMAENNPRGLPLSISGEGLKRGTIAGQGALREVAAYVLDHPRSGPRALAGKNEKGFAGVPPTVMVRCCHAGAAFSEPE
KLGSLQQFVYSWSNCEDMGPARFPVDEVHKIAILDIRLANTDRNGSNILVCESPDTSSMELVPIDHGYCLPSKFEDCTFE
WLTWNQSRHPFSKPSLEYIASLDADKDLELLAQHGWRIGVESARVLRVSTMLLQRGAAAGLCAFDIGSMMCRDALDSKSA
IERMLEEAEGCVLPETSQEAFMEALAQVMDYHFQQAHTQR                                        
>Smol_XP_002971262                                                              
MEGSIPASSEQASVTTVEIRIRTLDSSNYTVRVDKDMPVPALKDRLAPVVGVPSQNQRLICRGRVLKDDQLLSSYNVEDG
HTLHLVARPPAVTEEATATQAPSDSTSRHRPSHVTHSLLLGTINIPEVPEGGIPDLSRILSAVLNSVGSGATALDNRRGV
AVMQVASSGLSTSNAPATATSTPAAATGPSTEGRRSTAQASAENIHFRNIEVVPDALTTISQYLTRMEQAFAEYGYDALD
NPLLSSSSRPRYNSASSSAATGLPSRPLPTPASLGATISRAQELLHGQASSALAHLASQLETEATLSDTAARVDLQSTAV
WSGNIMQQLGALLMELGRTTLLLQLGPSPAQAVVNSGPAVFVSPSGPNPMMVQPLPFQTGLPLGAFPLGTAAEAGSARTV
GMNLNAGDSTRRPFTHIPLFGGSLRHLQHTASDLLASALEPSAVDENGGQTGEGSEARQSPDPARSPSDLENPDQSVALL
VQDNGSVRLVPMRTRTATSVNLHSSSLFRGLRSSSEAVTVPVLGIRAQVHAHPWTQAVLQASEGQRPVGIAVTIPVDVTS
SRGNAQNGSADTGMDFAVNASATPMDLPAAEQGRQDEAHEGSQGNQMEASTTVKPQASEGAEGERTASRKRAGGAEGGGA
AESCMSTTPESEGPQEESEAKRRKTDSNGD                                                  
>Smol_XP_002971185                                                              
MIGSKTENAGDPGDLISWELRPGGMLVQKRQSGEGENGDSTPAGPLIKIRVSHGLQAHEISVPAQASFGELKKLVAVETG
LQPHEQRLLFRGKEKDDVEYLHLAGVKDKAKIILVEDPASRERRLEEMRSNEKMERACRAVAEVGSETDKLAEQIPALEA
AVQSAHNVPERDLDKLTELMMRQLLKLDAIEADGEAKVQRRIQVKRVQNYVDFLDNLKTKNSIPHPLASRNSVVTTKWET
FDSGVGSLTAPPPQGTPNITTDWEKFD                                                     
>Smol_XP_002970424                                                              
MDYSCPVVQGARILGSVLPDLSSAGSVIGCVCSRMAITVGIRVEHLAVANVYPGAVAPLGDRSKLILAPNLLYNGSVRST
LKEFVRDNLFFGEEQQQLVAPLFTRLSESMPVEEVYKRYACQADRDECELFVDEESLTFFGREAGKTVDLPDDAKLHEYN
ILDKSIVELRKAPQLLSGRGGRLFVETKDGILPLQGICGDTRVSALKDAIEKHTGILKSRQLLSSIGCVMHDEFCIKDFD
GVHAIYEDSIVDLTVSGDTNNEQAHRRMLVTVNVLGHEEFRLIVQGRDRVQDVTNIVEARTGIPQWQQRISFSGNTLQDK
KTLAEYFVCPQSTLQVAAFKSPLKSSFKAGKLFHAASENRDDDPSYTPAARKLKMVRTCKGVVAGTITIPVLTSDTVGDL
RRKVKRSLRPLEETNFSIGTPPRNSSASVNCLTGPSPLKPRPANSAHKLPPPPLADTPERFETPRARLPASPQTPQSCYV
TPPMSRSKSRSAAAGAGTMESPARGSKSGARRLLKFGGGGGSPQQHHQQRRCSNQVVATDENNGSSVEDKINKALVHIVS
STGVVESAAATDQKKGMGAWLKQIRAALR                                                   
>Smol_XP_002970108                                                              
MSAEEASTTAAPSAAATVHIRCSNGTKFSVTVDLKSTVRGLKSLLVERSEVPADQQRLIYKGRVLKDENSLDSYDLQNDH
TVHLVRGAPPPGGAPAAPSPASPSPAAAPPAAAPPGGIGANMHGGFFGGAAAPLGTATTLPEFQQVQQQLMQNPNLMREM
MNMPAIQSLMSNPELMRTLIMNNPQMREIIDRNPDLAHILNDPATLRQTLDAARNPELMREMMRNTDRAMSNIEASPEGF
NMLRRMYETVQEPLLNAATMGGTGAEGADAQANPFAALMGRAPAATTAPAAGTGDPNQTPAAGTGATVLPNTAPLPNPWN
PAARETTTTPGQQLGTLPPLGFLGGMGDGNAGGLGALGGLGGLGGIEQMLQNPGMLQAMQSVLSNPQYVQQVLNMHPQLR
NILNANPQFREMMQNPEFLQQMTSPESLQQMLALQQSLLGHLGRQQPGQDQGLGQGGLGGAAGNVDLNSLLGMFGGLGSN
FGATPEVNALPPEELYATQLSQLQDMGFYDTQENIRALSATNGNVHAAVERLLGNP                        
>Smol_XP_002969931                                                              
MEDAAAAADVITGAKPATVASQTRNIGMIHPPPDIRSIIDKTAHFVAKNGLDFERKIMTNEQKNVKFNFLNSSDPYHAYY
QHRISEEKSGNGPPPPPPPSSATDPSKPPLSATATAAATATATAAAAAAQKFDISQFIQPSKVVEPPEAEQFLLKLPEGL
TGQDLDIIKLTAQFVARNGKAFLTGLTSREHNSVQFSFLKPQHSLFTTFTGLTDSYSKVLLPPKGLLDKLKRDLSDKMSI
LERCLHRLEWERSQEKARQKAEDEEEQERMMMSSIDWHDFVVVETIHFVEEEDDALPAPVTQEEVIRRSKALTDEEVAAE
TGAGAVKEVEMEMDEEEMHLVEESRKAAARQQEAANAKEVVQVIVPVDEDEPPMRIVRNWKRPEERMATEKDPTRMVISP



ITSEVIPISEMAEHMRISLIDPKFKEQKERMMAKLRESTLATDDEISRNLMGLARLRPDIFGTTEEEVSNAVKAEIEKKK
EEPKQVIWDGHSGSISRTANQALAQNAEEWDAATGAAKPTPPLKPLPPPAGLAVNIPRVQATIQAPPVPPRQPLFPTPMP
AVPQLGNRPMTLPTMAMPHYQFVPGMPPPPLMQMQPPPPAYQAMPPLPDDDMLMPPPPEEPEPKRLRLEDSLLIPEHQFA
FQYPGPIPVSVAVPTVEGEGSLKGQVLQLTMPSVSETIASLKEKIAAEIGLPANKQKLSGRIGFLRDTQSLAFYNIAPGE
SLTLLLRERGGKKKN                                                                 
>Smol_XP_002969118                                                              
MQQQQQQQPYIHSSERYGGYGGAARAARGGGGSLGGDGDEDGEEEEEEEEEEEEEESSGRMLGFMFGNVDDTGDLDVEYL
DQAVFHGFWMKFERKLIVLLSSKARQFTASAALKEQDDYDRKAEDAVDYEDIDEACEDDGQMLPEDKQYYAQAALAVPSK
QVEEDDYDEELPDDTVPAAPDLPKPTDEPLVSIASDETPLPTPELLLSSSSILPSPSSASPLSTALLPVTSPEDLPLSRT
QIEVEGSPDEMLDESEDDIDSEEELYEDLSADDESEQFELPIMFQEHGKQILQFSEIFGAKQPFWMLGNKKLRTKRSHFK
GRPGRFDSMIDDDEAQVLKVLPENHDITQLYYQEIDAREGQELADELNEVGPKFLSCQPLDKKLPALADIEKDFSVNFDP
IHQLDWETEIVWDAERKPSQDEDFEIAEPAEGDRLHLQASVSGKDAFDKLIILEPLCRDGRRASKTASKHPQMLRLEAWR
HQPGNELSRKLDRLNFEVELKNPDLAAGTWLSNVCWDEEDAKQRSSKYRAIFDLMDSHMVFEVSDVRETKSIRDHAAAML
ISPRTSKGKQSETADVMLPSRFNISNDKYYVVKKTPQQQKLQAKKRAIVGGVKVAHSVPALRLQTMKPKLTNKDLANFHR
PKATWFPHHNEMTAKEQGELAARGPMKVILKTLGGKGSRLHIDASDTLETFKMKASKKFGDLKPSENTKLMYSGRELESN
KSFAEQRVPPNSVLHLVRTKVHPWPKAQRLPGENKPTRPPGAFKKKSELSVKDGHVALMEYCEERPLLLSNVGMGAVLST
YYRKMSPTDSTAATLKEERGSWIGAVLPLEPAEDSPFLGNIRLGETQSCLETNMYRAPVFQHRVSSTDFLLVRSSKGKLS
LRRIDGLHVVGQQEPHIEVIAPSSKTVLHYLGNRLLVHVYREFRAKDKPGMSSQIGADELMAHFPSLTDGFIRKRLKHCA
DLQRGPHGDMRWVMRQGYRIPSEEELRRMVTPENVCSYESMQAGQHHLKRMGVNKLTHQNGLAAAICQIPDVPVTLATAA
HIERELLITPWNLTANFVAAMMQGRNGIERLEIIGPGDPTGRGLGFSYIRVALRPPNTGAMVEKKAAAARGGGAVTGTDA
DLRRLSMEAARELCAFSRSF                                                            
>Smol_XP_002966475                                                              
MIEVILNDRLGKKVRVKCNEDDTIGDLKKLVAAQTGTRPEKIRIQKWYTIYKDNITLSDYEIRDGMGLELYYN       
>Smol_XP_002964737                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTID
NVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMLA                         
>Smol_XP_002964690                                                              
MKISVKTLKGNHFDLDVQPADTVIAVKKQIEDLQGKESFPCAQQLLIHQGKVLKDETTMDENKVSENGFLVVMLTKSRSS
GIARCSSSSSSSSSSPSTSSSSGSGCYAVSKFSLLHLFWCSLSLVFLRRPPAATSDVYGQAASNLVAGTGLEQTIQQLVD
MGGGSWDRDSCVRALRAAYNNPERAVEYLYSGIPDVADAPPVARAPPAAPAAATAPPTAAPTGGVPAPAATGGPNAVPLD
LFPQVRTPPAGGGGNGALDFLRNNAQFQALRTMVQQNPQLLQPMLQELGRQNPQLLRLINENHVEFLRLISEAGGENPEA
GDLLGQLAGAMPQSISVTPEEREAIERLEAMGFDRASVIEAFLACDKNEQLAANYLLEHSGDYED               
>Smol_XP_002963279                                                              
MVLEAAGCSASTSQESGEELTLVVKWVGKDYTVRVCGDDTVGELKRRICEVTNVLPKRQKLLNVKKGSKPADDSMLLSGL
GLKPAIKISMIGTVEDEIFVDTVDAPEVLDDFELGEEDTTDIKDKDINKAKIQRRVQQYKLKLLNPCRPGKKLLVLDIDY
TLFDHRSTAENPLELMRPYLHEFLTAAYAAYDIIIWSATSMKWVEVKMKELGVLGNASYKITALLDHLAMITVQSESRGV
FDCKPLGLIWGKLPEFYGPNNTIMLDDLKRNFVMNPQNGLVIRPFKKAHMNRGTDQELVYLAEYLLAIGDLDDLSGLDHK
NWEKYSEQNKRQRHQ                                                                 
>Smol_XP_002962149                                                              
MRIFVRTMSGRRIPFDLGSSARIETLKEGIRQEEGIPMNLQRLLFAGKLLESGTLQDYNVCKNATIHLCPSFPRLGSGKY
NDEWWENYRSAAQGDTKVGPLVDKDGSMTQCLALTALACNADPTIPKGLFEQPRFLSREKYGEILDAGLGAAIQMFEKSA
TSGGSGGPFVVHPYVPFPSFEEWWKLKENAWRLSFAFIDSIGGAVLLYGDPSYLHEYISSWFHSELFAQLSLLLDASAGK
HVRAYGSSQIILPNGVHKEPDFLFQAVLAQHLPPQFVGEVAYGNESYAVLKEELVQHTLVGGAKIAYGVKVDLPKDPEVA
GGFKKIKLRFLERRQGETHFRTEVDFSPLDEEKEESPTECVIEFPLSCLFEGTTVNIQLMTGSVKFNLHELQEHILDLLK
NTKANFDPIIRSLQDVHTKSLQELLPEIPLWVKNPDYDRAICKIIRDTAKPYIEEYGTKYRLQSSLRERDRAVSKMENIL
VAVKAFGLRATVQVVDLQVFATARVTLKLLAPAFPCFCKIIVSLMEKPHVDFGLKLLGGDLMAIPGLYAFVQDLIKDKVS
EIVAKKPVGMLEVKVVKATGLKKKNLMRKSDPYERPLGMQVVPLKATVPGETKTVTLALVKSMRSSKSKASGSTYNRTQP
SRRIRIFLLRTRTLMASRKLPKAPPKAVVARCDAEDLEGKHHTNPYVKLTFRGEQKKAKAIKKNQDPRWDQEFQHRLPEL
PVEDRLRVEVISTAMGIGVHLCVSLDFFYQIVETYQLIDSKNGKIHDMEWRAS                           
>Smol_XP_002961670                                                              
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTID
NVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKT



KIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKTKIQD
KEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMLA                                 
>Smol_XP_002961618                                                              
MKISVKTLKGNHFDLDVQPADTVIAVKKQIEDLQGKESFPCAQQLLIHQGKVLKDETTMDENKVSENGFLVVMLTKSKTA
APTSSGATPSSTPQAAPATVTTTPSPAPPAPAPTATSDVYGQAASNLVAGTGLEQTIQQLVDMGGGSWDRDSCARALRAA
YNNPERAVEYLYSGIPDVADAPPVARAPPAAPAAATAPPSAAPTGGVPAPAATGGPNAVPLDLFPQVRTPPAGGGGNGAL
DFLRNNAQFQALRTMVQQNPQLLQPMLQELGRQNPQLLRLINENHVEFLRLISEAGGENPEAGDLLGQLAGAMPQSISVT
PEEREAIERLEAMGFDRASVIEAFLACDKNEQLAANYLLEHSGDYED                                 
>Smol_XP_002989662                                                              
MPSVTVSVKWQKELFPSVEIDTEQPPYVFKCQLFDLTGVPPDRQKIMVKGGLLKDDGDWSKLAVKEGQRLMMMGTAEEAP
KAPEKSTLFVEDLPENEQGVIEQGFTAGLMNLGNTCYMNSTIQCLHSVPELRSALKSYSAGAGTDMDPSSHTLTLAARDL
FGELDSSHRAVAPLRFWTLLRSKFPQFAQQANNGAYMQQDAEECWTQLVYTLSQRLRPSSGETREATLKNLFGVDISSRI
KCAETEEETEEAETVYSLKCHISQDVNHLNEGLKQGLKSELEKTSPSLGRSAVHSKESVITRLPQYLTVQFVRFFWKRET
KQKAKILRKVDYPLVLDVMGFCSEELKNELKAPRELLREQEDREAGLKGKRKIEDGPAPSSMDWSTTEQGSPTGIYDLVA
VLTHKGRSADSGHYVAWVKQENGKWIEFDDDRPIPQREEDITKLSGGGDWHTAYICLYKSRVPKKE              
>Smol_XP_002988654                                                              
MFIRVKRKKTTYFLHCDPSETVLEIKQKLQALSENHVDDQRLILIANKLVLEDHKTLADQKVENDAIVAMTLKIRGKKLF
>Smol_XP_002988356                                                              
GAMQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGG  
>Smol_XP_002986231                                                              
KKQQGWRRRIFVQTDNGSVLGMEVHRSDKVQSIKKKIQAVLRISTENSDLSFGDHVLEDDVSELRCDSPVLLARSSTIHR
SFSTPCLCPSKKESNAAIFLGGEEEEEDSRGPFEIVGGWSCCARIKRLIQESCAGIERGVEPLPAQGGLGGAYYFRDRHG
KKIAIVKPADEEPLAPNNPRGFVGRRLGQAGLSRSIRVGETGIREVAAYLLDHGHFAQVPATVLVKAVHPIFHINSAWSR
SGSKPAKIGSFQEFVEHDYEASECGCSRFPASAVHRVGILDVRLFNTDRHAGNILVRHNTTTAATTNMCNSVELIPIDHG
LCLPESIEDPYFEWLHWPQASFPFSEEELDYIRVLDPAKDADMLRKQLPMLKEACIRMMILCTSFLKRAAEAGLCLAEVG
SMMSRELDDSGETCSSELEKMCTVARDQAAQESALA                                            
>Smol_XP_002986111                                                              
MPSVTVSVKWQKELFPSVEIDTEQPPYVFKCQLFDLTGVPPDRQKIMVKGGLLKDDGDWSKLAVKEGQRLMMMGTAEEAP
KAPEKSTLFVEDLPENEQGVIEQGFTAGLMNLGNTCYMNSTIQCLHSVPELRSALKSYSAGAGTDMDPSSHTLTLAARDL
FGELDSSHRAVAPLRFWTLLRSKFPQFAQQANNGAYMQQDAEECWTQLVYTLSQRLRPSSGETREATLKNLFGVDISSRI
KCAETEEETEEAETVYSLKCHISQDVNHLNEGLKQGLKSELEKTSPSLGRSAVHSKESVITRLPQYLTVQFVRFFWKRET
KQKAKILRKVDYPLVLDVMGFCSEDLKNELKAPRELLREQEDREAGLKGKRKIEDGPAPSSMDWSTTEQGSPTGIYDLVA
VLTHKGRSADSGHYVAWVKQENGKWIEFDDDRPIPQREEDITKLSGGGDWHTAYICLYKSRVPKKE              
>Smol_XP_002981970                                                              
CSSSSSHLQFFVKTYIDGKTIVLHATASDTIESVHQQILVRTGLPLLEQRLIFGGRQLQHDQSLETCHVTNDATLHLVAR
MRSTALPHSWQLINDLVATIRKMYGLSGDEVSRLGSKLTQCQDSVRTGVQEFLKMTSKSVPVLEHMQVFQLSGATSALVM
LLLSPVESNRVCAEESIKFFLTGNDDYLPVHLHCHSAPVLLDFCKLLSKSAPSHPLYRSCRSALARLLDGSDAGHGNPFF
HEVKAETIVSDFSPFANELAESLLTRLQDYRSFPGQEFSSYIKEAKDFTAFITHICKSMATTQAQAQAQQVGTAGWLDSI
FHRLLVELDKCLVTVLWQHEKFQEGGPRSTQGVEERPFARAPFLFVLKGLHAVAKLSDISSMKLLSLLRSQRLALNVLVS
QSRWQDHDFWLLEYKRFLEFDSKKRLVMAMLPEPQDDHEERQEIVIQRSQLLTESLEQLVYVEAENIQGGLSVEFSSEEA
TGPGVLREWFFMVCKEIFNPQFALFLPCPNDRRRFYPNPASGVNPGHLTYFKFCGRVIALAMMHRVQVDVTFALFFFKQL
AGLPITWEDSRDADPALYASCKNILEMDPDSIDSDTLGLTFVTEMELLGSRKVLELCPGGKDMAVTSTNRRHFVDLMVQR
RLVAAVADQVKWFSQGFSDLLSNTSIHQFLRPLDLEDLDLMLYGKDREISVEDWKQHTEYHDYTASDEQARWFWEVVEEM
SPERRRKLLFFATSVTHLPPEGFAGLTSKFHIHKSLTNVTWLPTAHTCFYQLILPPYSSFDVMHRSLYAITADHIAEGFG
>Smol_XP_002975579                                                              
MAGKALIPLRILTSDTIASVKMRIQSLKRGMYVKQQKLVHDGRELARDTSRVKDYGIRPRDVIHLVLRVSDLLQVVVKSG
GGREYMLKVDRSSSRKPAARSQSLSTSRHEDQGLILRGERLDDKRLIEDFLLEDDAEVHIVARKAAKVRTWHVGGGGTEV
FIEDEKRSKRRGATALIESGVVSCQPEIQVPESLLDMLGEINAGLDQGFSPVLSSAGTGGAYCMLDRSGSKALAIFKPMD
EEPMAENNPRGLPLSISGEGLKRGTIAGQGALREVAAYVLDHPRSGPRALAGKNEKGFAGVPPTVMVRCCHAGAAFSEPE
KLGSLQQFVYSWSNCEDMGPARFPVDEVHKIAILDIRLANTDRNGSNILVCESPDTSSMELVPIDHGYCLPSKFEDCTFE
WLTWNQSRHPFSKPSLEYIASLDADKDLELLEQHGWRIGVESARVLRVSTMLLQRGAAAGLCAFDIGSMMCRDALDSKSA
IERMLEEAEGCVLPETSQEAFMEALAQVMDYHFQQPHTQR                                        
>Smol_XP_002967143                                                              
MSSGANEGEAESSSGSGSSNSSTVEIRIRTLDSASHTVRVNKDISVPALKEQLQELVGIPAQDQRLICRGRVLKDDQLLS
AYNVEDGHTLHLVARPQPQSGETQAQADQASAQGQADPNQQGRGVTHSLVVGTINVPTVGDGGIPDFNRIVSAVLGSVGN
LPGSNVPMGPADLQQGTPLTAPRLGLSFGGNQGFQVSPDALTTMAIYLSRMEQMFGLASAQPSNQPSNQPSNQTPDQTPN
QTPNPPSNQPQTQNQSSSQTSPPALGEPSANGQRSPPAVNRPLFSPAALGGIIRRTQSLLAGQAAVLLAALAGQLENEVT
LADVNMRGEVQAAAAWSGTIMQQLGALLMELGRTTMTLHMGSTPAEAFVNSGPAVFVSPTGPNQMMVQPMPFQPIGTFPA
RSPFPPGWPGAQGPRSLNIHIHTSDTGVPSTNAPAAPSTEEGGLPQQPQVPMTGIPAGVLDGAGQENVGDDNSQGIPSAV
VQETIMVIQDNGDARVLSSRSRNLSPGASPADNEGTVGANSSVPMQAAPTAQMAQVSQALNQLWPGGLANLRAPQHPQQF
NGSAMGMGSNPLTSMLGATLGQLAGFQTGNFQVPAPFSSQVFPQGPAPPTTTLAQAQVSMPQQPASVPAPQPSPSETSSI
PFQPPSQPSTDSRDAINRSVDQTAPNTSTPTAPQPSLNPPAGLGLGRLRPLVPRRRTESSSQSDPAARTDSRSPPPTSPS



LNENNFASLIGNIIRTPAFGNLAQQMMQTLGEGGAGSQNVDIGSIMQPMLRSVIQHQQQQPANPEVPEATDAQENDSNVT
KAQNSTDSSLEKLERGESAEEVARSVAEAAADNAGVSLSEGELVELANGIADDYIALVSQDLASRI              
>Smol_XP_002966847                                                              
RRIHLTKIVTEEDLRWFFHLDRPACQGCRGNTKDNPLCLCGLVPPANGTRKHGLWQKLSDIIDELGPDPSRELRVMDIPA
GLTNLGATCYVNSVLQCLFMNTTFRNGVFSAEMELVRNDPVLHQLARLFAQLHSGTKSSVDSAAFATTLELDNAVQQDGQ
EFLKLLLTLLERVLAQSRVPEARDVVQNLFRGTFSYVTKCSSCGKESGASDQFVDFYELEVNVKGFSSLEESLDDYLNEE
KLSGENQYFCEYCKARVDATHSTKLRLLPPVLNFQLKRFVFNLKTSTKKKVTSKFMFPKVLDMERRVSPVTSDGSPGEPA
HYDLFAILMHKGNMASSGHYVVHIRDERTGQWWQFDDEEVTMLGSNPLGEPTSKLDKVSPDRDDNLLMSPDAYMLMFSRR
TSTPRVAEEPVRSIPEFLKAEVDEQNYSLMSSCEVYNLMKDEEEQRIVERRAEVREVLANARPTAPKGFWISAEWLRNWT
DSLKPPSAIDNSILLCEHERVSPKSIQLMKCISDAAWQSLHSKYGGEPVLTMESCCFECIYADAGAAATAESFRSGRAAM
KLMAENVMAGKGLEGHLFYVSKSWLVQWMRKKAALDTLGDGDLNPTSAITCRHNALLPDDAAGAKRQVVPEVLWSYFYQN
AVLVGGEEQRGHKPFPVNTENCKICEAEHSHTLTKCLMLSFRATKMEQRQKQEAIFSGRNPVLNPGDVYYLVPSSWISLW
RAYIGASGKNVLDIEEPVGLERFLSSLLCKHGGLLYNPPALTRTRRGELVQKASSDDVQVVVSRDDWVYFCQQWDANAGK
GIRAYVEEAEMPDRPEKELSELKLPVLRTEPEVCRECIDDRETTELVHKLNYTNATITVDLVQGKEPPPSLVFAAANQDA
ERRTSKRARRTVATGNKQVKLTVSGTTTVYQLKMLIWEWLGVVKENQEVHFGKVELTDESTTLADVGVLPNSQLWVSDSG
LHEHRDIAGKPMLSLFIYVSLIASLWFSQTSSRLHSRAMLKKVLGGRGF                               
>Smol_XP_002961554                                                              
MEGNIPASSEQASVTTVEIRIRTLDSSNYTVRVDKDMPVPALKDRLAPVVGVPSQNQRLICRGRVLKDDQLLSSYNVEDG
HTLHLVARPPAVTEEATATQAPSDSTSRHRPSHVTHSLLLGTINIPEVPEGGIPDLSRILSAVLNSVGSGATALDNRRGV
AVMQVASSGLSTSNAPATATSTPAAATGPSTEGRRSTAQASAENIHFRNIEVVPDALTTISQYLTRMEQAFAEYGYDALD
NPLLSSSSRPRYNSASSSAATGLPSRPLPTPASLGATISRAQELLHGQASSALAHLASQLETEATLSDTAARVDLQSTAV
WSGNIMQQLGALLMELGRTTLLLQLGPSPAQAVVNSGPAVFVSPSGPNPMMVQPLPFQTGLPLGAFPLGTAAEAGSARTV
GMNLNAGDSTRRPFTHIPLFGGSLRHLQHTASDLLASALEPSAVDENGGQTGEGSEARQSPDAARSPSDLENPDQSVALL
VQDNGSVRLVPMRTRTATSVNLHSSSLFRGLRSSSEAVTVPVLGIRAQVHAHPWTQAVLQASEGQRPVGIAVTIPVDVTS
SRGNAQNGSADTGMDFAVNASATPMDLPAAEQGRQDEAHEGSQGNQMEASTTVKPQASEGAEGERTASRKRAGGADGGGA
AESCMSTTPESEGPQEESEAKRRKTDSNGD                                                  
>Smol_XP_002961161                                                              
RRIHLTKIVTEEDLRWFFHLDRPACQGCRGNTKDNPLCLCGLVPPANGTRKHGLWQKLSDIIDELGPDPSRELRVMDIPA
GLTNLGATCYVNSVLQCLFMNTTFRNGVFSAEMELVRNDPVLHQLARLFAQLHSGTKSSVDSAAFATTLELDNAVQQDGQ
EFLKLLLTLLERVLAQSRVPEARDVVQNLFRGTFSYVTKCSSCGKESGASDQFVDFYELEVNVKGFSSLEESLDDYLNEE
KLSGENQYFCEYCKARVDATHSTKLRLLPPVLNFQLKRFVFNLKTSTKKKVTSKFMFPKVLDMERRVSPVTSDGSPGEPA
HYDLFAILMHKGNMASSGHYVVHIRDERTGQWWQFDDEEVTMLGSNPLGEPTSKLDKVSPDRDDNLLMSPDAYMLMFSRR
TSTPRVAEEPVRSIPEFLKAEVDEQNYSLMSSCEVYNLMKDEEEQRIVERRAEVREVLANARPTAPKGFWISAEWLRNWT
DSLKPPSAIDNSILLCEHERVSPKSIQLMKCISDAAWQSLHSKYGGQPVVTMESCCFECIYADAAAAATAESFRSGRAAM
KLMAENVMAGKGVEGHLFYVSRSWLVQWMRKKAALDTLGDGDLNPTSAITCRHNALLPDDAAGAKRQVVPEVLWSYFYQN
AVVVGGEEQRGHKPFPVNTENCKICEAEHSHTLTKCLMLSFRATKMEQRQKQEAIFSGRNPVLNPGDVYYLVPSSWISLW
RAYIGASGKNVLDIEEPVGLERFLSSLLCKHGGLLYNPPALTRTRRGELVQKASSDDVQVVVSRDDWVYFCQQWDANAGK
GIRAYVEEAQMPDRPEKELSELKLPILRTEPEVCRECIDDRETTELVHKLNYTNATITVDLVQGKEPPPSLVFAAANQDA
ERRTSKRARRTVATGNKQVKLTVSGTTTVYQLKMLIWEWLGVVKENQEVHFGKVELTDESTTLADVGVLPNSQLWVSDSG
LHEHRDIAGKPMLSLFIYVSLIASLWFSQTSSRLHSRATLKKVLGGRGF                               
>Php_XP_001783767                                                               
MIEVVLNDRLGKKVRVKCNEDDTIGDLKKLVAAQTGTRPEKIRIQKWYTIYKDHITLSDYEIHDGMGLELYYN       
>Php_XP_001780766                                                               
MKISVKTLKGNHFDLHVAEDELVSSVKRKIEELQGKDAFPCAQQLLIHQGKVLKDETTMADNKVAENGFLVVMLTKVRLH
ESNTGTSRWRTRVVAPAAPAPAPAPAPASTSTPAPAAPAPAPAAVAATPGAGAPAVALCRGTGDGYGQAASNLVAGSALE
STVQQIMDMGGGTWDRDTVLRALRAAFNNPERAVEYLYSGIPEAAEVPAPVARGPPAGGAPVAAAPAGPGAAGAAAVAAN
PQGPNAAPLDLFPQGMPGAGGGGAGLGALDFLRNNPQFQALRTMVQANPQILQPMLQELGKQNPALLRLINENQAEFLRL
INEAGAEGAEGGDAVGRLAGGYPQSVNVTPEERESIERLEAMGFNRALVIEAFLACDKNEQLAANYLLEHANDEDL    
>Php_XP_001779917                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGIIEP
SLMALARKYNQEKMICRKLVPSSLYLFIL                                                   
>Php_XP_001779301                                                               
MSWVSRQATPTLFPVFDSPCRRELPSATTVILLFWGFTETGSNTTSLIPSPAIADTSVAVNCRRVCGVRCRRHEVIDGDE
VVERRARQKLELAVSKNVSKLNGDTRARYEALPHCMTAIDTVGLEFGSLMGDIYKEVSGKGYDEEEEEEDGDGEGEGRGQ
QMLGFMFGNVDDSGGLDEEYLDQNSGYESRLLLYSLHIQFRCSIFNYGRSRKDAKEHLSALAHQLGPSLVDIEQLYAKRK
ELTDVSEGEELEDYDQKADDAVDYEDIQEQYEGPEVQLAPQDIRFYAEAALAGPTKLAEEDNYDEDEESESEQPLEEKGE
DEDFESDQLAGAKLESPVKNTSGMTRNSLQTHFYMGSLVYCWTISFTWKLCCPFRVSVHLEETEDEVPLTQEEEDEVPMA
QEQCRTSAVDTIVSDDEDEKEDWDHILGSQETTSSSKDQEEEAAKISLPVLCQEDGKTVLRFSELFGVREPYWVIGHRKG
RQRRGHNREKRERPEEDLEAMEDDEEAVLKRCSQQILLAAESSSAEGDFESASSLEDSDVGSGPEEDSYQTAFVLSHNRR
NRTKQKKFVFTPAEPMKVDADLYEDDIAESRRLIPDANFDLIYLEEWEDNIIWDSLDATRRPRCHLVEVDSESEESRVSE
TDHQPPATKQCHEELSDCSDCQRPYIVEPLCQISSNVEDDGLTIPAKTSRHPQMLRLETLSLRKEPEDEERAELLKHISN
LTLEVKEKNQELSRGDWLGNICWGDLEPGLPRSKVIFDLMDPQMVFETTESKDGKSICLHAAAVLLTPRGKEGASDGAEG



TANASLPLTRFNISCDKYYTNKKTHQQQKSNAKKRAIHGVKVMHSLPAIKLQSMKPKLSNKDLANFHRPKAVWYPHHNEV
AAKEQGKLAAKGPMKVIVKTLGGKGSKLTVDASETLDVLKAKAAKKLGDLKPSEKTKIFYSGKELVDGYTFAQQQVPPNS
VLHLVRTKIYPWPKAQRLPGENKPLRPPGAFKKKSELSVKDGHVALMEYCEERPLVLGNVGMGSRLYTYYRKRTPTDATA
ATLRAERGPWVGITLPLEPTEDSPFLGDIRPGETQSSLETNMYRAPVFPHKVATTDFLLVRSPKGKLSLRRIDSVHVVGQ
QEPHMEVLTPTSKLVQNYVGNRLLVYLYREFREKEKPGVITPHVRADDVTSQFPSLTEGFIRKRLKHCADLQKIGGEMCW
IMRRNFRIPSEEEMRRLVTPENVCTYESMQAGLHHLKRMGVHKLTQPSGLSAAMNQLPDEAITLAAASHIERELQITPWN
LSSNFVAATMQGRGSLERLEIVGAGDPSGRGLGFSYLRVATKPPNAGALVEKKAAAARGGGAVTGTDADLRRLSMEAARE
VLLKFKVPEEVIDKLTRWHRIAMVRKLSSEQAATGVKLGAATLNKFARGQRMSFLQLQQQTREKCQDIWDRQAQSLSIAD
GDDSESDGEAGGDLDSFAGDLENLLEAEEGDEVGGKKGKREGMGGLGARLRKQIAQQEEDIEDEEAEAAELRRMLRADDE
AEEEQKKKKNILVNKDKKKELESVETPPDLGVGGEGQAGKKKKKIIKRIIRTKKPDGTYTSKEVIITDPKEVAIYLAKKN
ANKAANQAGGTEKDGAASKGTGKPPLVNKKIKRSGGPVKEMPAKVKVNGKLGRDALSLVCGACGQLGHMRTNKKCPLYNE
EGEPVAWQDSGAAADGTLERQGTKITFKRKSIPTKKVDELESPKSAQAPVVRTPLPKKEIPAPVPLIKTPSLKMKIKLIS
GANQILDDSPAHSVSKPAREKVEKSAGVDVNDGGDAGSSQPARPPVIKLKLSSQKQKGQGLKRLKPDLDSETRKERERTR
EKEKKEREEYEREKKEREEYQKALDEETEREEREREEREREREEKVERDFKRRTTMPRTNGAESSRGNKVENKLVFKPLK
KKIVRAKDDAELMRRREREREQVERMERDRERQEAEEYQRALQEELKREQEELERKEQRERAEREERQRREKEKIDRERH
RLHMKEKERRQREREAKSREAVELQAQKAQEERERQIKEEERLQQQRDKVKIREKSLKSKHMKERTRNISVPSPGLPVTD
HRSKGLKRRHEAPPPPYHHIPDHGNAPKRLRKKGGEVELCNILETVVENLKNADCSYLFLKPVPKKEAPDYLHFVKRPMD
LSTIRERVRKLKYKSREDFRKDVQQIAENAHLYNDGRNPGIPPLADRLLALCDVELDARYEDLDEAEAGIEPLDNGSSGN
SPRLDRRRSIRTF                                                                   
>Php_XP_001778977                                                               
MPSVEAIQIYLATLGSETTTPMQVFRSDTISSVKMKIQAYKGFYTRQQRLVYGVRELTRNDRLVRDYGVSNGEKLHLVLY
LDDIVDVTIKSADGTEYVYKVERSHCVRDLKKQISEKEGLALNAQQLVLRGQNLEDQKCIDELCLEDDAVVHLVLRRSSK
VRTRVVGKDVELSYTIPHRQLSYNFKNGGTTKNAVQPVYVLEPACGILRYEIPDVLVDILEQAKAGLQGGYAPALASEGS
GGAYFLKNSYGVESVAIFKPVDEEPLAINNPRGFAKISRVSSSEGLKRGTRVGEGAMREVVAYLLDHPKEGRRTSFKKHP
LGFAGVPPTMLVRCAHEAFRYSDDTLDVVKKPKLGSLQQFVRSFTSCEDMGTAKFDVEDVHKIAVLDMRLANTDRNGGNI
LVCRDENNDMKLVPIDHGYCLPEKFEDVTFEWIYWSQAEEPFSPSTLKYIESLDAEEDLALLQKHGWSLRTLCKRVFRLS
TMLLKKGAAAGLTPYHIGSMMCRETLFKMSTMEEMIEEVEKNLHPSASECDFLNAMSETMDSRINNLKREIR        
>Php_XP_001777816                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGF                   
>Php_XP_001776392                                                               
MADSLEESISLGFRNLSTLIALPGNFESNSNSSSLSSQAVERLERIDGSSSSLVKSSPARLQFFVRAYGRTIVMHAHPSD
LVESVHQQIFAKTGLPVSEQRLIFGRLQLQQDQTLESCQVVNDATLTLVARMRSTALPASWQLINDLVATVRHMCAVGDQ
QLGLKLMHSQDCVRASVQEFLKMAVKSVFELAGATSALVMLLLSPVESNRECAEDAITLFLSSNDEYLPASIHCHCAPVL
LDFCKLLARSARNHNLYASCRQALARLLDTIGVAHGSPFFNEAKADSIVENFAPFVNELSVWLTQNLRCTAKAYAGKESS
ACFSAYVKEAKDFTAFVIPLCKAIEVCKVIGSHGWLQQLFKDLLQEVDSCLEAVGLIPERHNESFGPGSTLPEERPFEWA
PFLVVLKGLHAIAKLYEGAMANLMEMLLLRRVSLNILIRQSRRQLDDDFWLLDHKTLLEFESKRRLVMAMLPEPQDDHDE
RQEVVVKRATLLTESFEQLAYVEPEVLQGGISVEFASEEATGPGVLREWFCMICREIFNPQNALFLPCPNDRRRFFPNSA
SGVNPGHLTYFRFCGRVIALALMHRVQMDVVFALSFFKQLAGLPVVWEDAKDADPLLYESCKKILEMDADLIDTDILGLT
FVSEVEELGSHKSMELCMGGKDMVVTSANRRHFIELLVQRRLVSSVAEQVKSFSQGFSDLLMNSTQQQFLRALAPEDLDL
MLYGKDRNICLEDWKAHTEYHDYCVTDDYIVWFWQVVEKMTSYERRRLLFFSTSVTHLPAEGFAGLSSKFHIHRAHTDIS
WLPTAHTCFHQLVLPAYPTYEIMCARLLAITDCHIAEGFGFA                                      
>Php_XP_001775924                                                               
MDGWALLTCFALVLGKAFVGLCAWARGIRAMDSSNASAQFRSFGPLGCRLEMEEGPDGDAEAGAEDSRKNVASDNALVHD
SLVDLTNIPKNEQRLIYKGRKLVHERTLDSYRKRLLDCSFG                                       
>Php_XP_001775909                                                               
MKISVKTLKGNYFDLDVTPLETVINVKKRIEDSQGEQLFPCAQQLLIYQGKVLKDETTMEDNKVLENEFFVVMLSKTSNI
LKQGLCNLSMRAFFCVKYLNQHSGIGKGTAHFQSSRNVCCFNLVAGINLESKAQEILDIGGGSWDFDTVVHALRAASNNV
ERALEYLSSVSELY                                                                  
>Php_XP_001775813                                                               
MAIRRLRRHARNNGFRPVPNPRIRGQVPAPKELPRTMQILVTTSKTFTVELLESSTMRDLKEKIEDVEGTPAEHQFLVCL
SRNKLLQAADGDQLTKLADMGVHNGSTLQMVVYTVNTTDGYQIGNEVVDGERVLHSGFCSSDSYINSTENSLISGDIAAI
LCEFSDDGQLWGLIIILQGFSLHIGMESEVKCRNGVDNKAKQREN                                   
>Php_XP_001774978                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKLKHKKKKVKLAVLQFYKVDDSGKVQRLRKECPNPECGAGTFMANHFDRHYCGKCGLTYVYQKAGAE    
>Php_XP_001774896                                                               
MGIATEFSAHSTPIFDLGLHPPKQVSPRHANILHERNRMLRYHYTGNGTLRTCLRSVGHCVQLLSRAMEVNHEGSSGSGI
VPAGGTTLGETVEIKIKTLDSQSYTLRVEKNVAVPVLKEQLASVAGVPVENQRLICRGKVLKDDQLLSAYNVEDGHTLHL



VARQPPPTSGVGTSTATNEGDQGETGLPSLGSRSGHVSHSLLMGTINFPDNGEGQLPDLNRIINAVISSIGLHSGAPLQG
GTGNNSAAGVLSPGVLPTSGGVDAGAADRNGGGDQGTGVRELELQIDALYGMPSNATGTIGPSPVRVVQAPVVVPDALTT
MSQYLDRLEQSFAAEESARISSAQDSGRTEARATTDVHPSREEPQRGASIAALGALVNRVNNLLRGQASSALSRLASRLE
NEPTMLNAAAREDVQHTAYHDGNLMQQIGALLLELGRATLSLRMGQSPSESAINSGPAIFISPTGPNPMMVQGSNVASFR
QVFDLSRTNRHNFEFLCSDFTNSSDDLSQGSSEMITKALPLQSAGGLAVGTGLPSTPAGGAGFTVRQLLERADHRNTSHA
GATSNDAGGPARPNRPSNEAADGANPVSDSVPSGFTGMQGTLMTLDENGAVRVVPVRSLGVGHPPGTTAEHLGPRFQHQF
IVRPASNPPNDASVAAAGNPVPPVSSDSSRLTDQASRSTPGDGGGASDLLNSLGPLLQHLAGALQQPGDTTLLQQQSNSD
QQQPPRTDTIERETDAEARSTEDAQGSRELSNGRSVEPALESGVISMVTDEVSGYREGPGSNNYPTPQEQTFGASESVGP
SRGSSDASATAPIGLGFGGLQPLTRGRRRRQAQQSIQDEQRQAGQDVLQNLLAQREMANDMNQRLNTPLPSLSNLVRAVG
GADRQQGDPGIIGQLMRSPVVENLVQQVMQGVGDVDGGDGARRGLATGDLDLSGMLQHMMPVVTQMLGGGSSAAFPGSVA
DSSARTSAVGARGTSSQPSETERWQDALSQEELAGWNETIVADEEAQQSMPPQRPLSDVYRRGTPAAKRQKTVVETAAEK
LESGGSAEVVLRDLTDAANAEISGNNGTAGADDLAQQVVRVDGLAEAYLLVLFNDLAARVAADPDFGDGSRFPHAARIFR
QPPQTPTEPDGE                                                                    
>Php_XP_001774326                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGL                       
>Php_XP_001774143                                                               
MAMFIRVKRKKTTYFLHCDPSETVVETKHKLHALSDVPVDQQRLILLPSHTVLDDNKTLADQKVENDAVVALTLKIVETG
DWEEVNIEKPADHANLIDPDLN                                                          
>Php_XP_001772869                                                               
MKEAPVAHKPPQTVATQTKTIGMIHPPPDIRSIVDKTAQFVAKNGPEFEKRILANEKNNVKFNFLNSVDPYHAYYQHRVS
EFKAQLAPPVGGAAVSAPVKTKDEVRAAQEQAEAKAEVVAAKPPIKVLEPPEPDVYTVHVPELATTLDVDIIKLTAQYVA
RNGKSFLTGLTSREHSNPQFYFLKPTHSMFTYFTALADAYSKVLVPPKGLVEKLNKDVGNKTGILERCLHRLEWERSQAA
ARQKAEDEIEQERMQMALIDWHDFVVVETIEFAEEEDDELPQPMTLEEVIARSKITPADEEEVEATEAGKEMEMDMDEEE
LQLVEEGMKTTTISEGKDISEDQADEEEEAPMRIVTNWKRPEERLVAEKDAMKMVVSPITGELIPVNEMAEHMRISLIDP
KYKEQKERMMAKLRETTLATDDEISRNIVGLARTRPDIFGTTEEEVSNAVMAEIEVKKDEPKQVIWDGHTGSIGRTATQA
MAQTNMTIDEQIAAIHRDKANLTADGRPLPGPAAPLVPRLAPTPARPPMPPPGLALNIPRPAGQTTTGPQLPPVRPPVVL
PAPPMRPAPAPPTLPTPAVMLVRPPPAPPTMIPPMGAAPNQYAPLPPPPPRPYLPAVPLPPPPPQMGMPPPPPPDEFPPP
PPEEPEPKRQKLDEISLLPEDQFLAQHPGAVRISVSVPIVEGEANLKGQTLELTVLSLSESIKSLKERIAGEVQLAANKQ
KLSSQAGFLKDNLSLAYYNIGPGDTLTLGLKERGGRR                                           
>Php_XP_001772290                                                               
MNDERLVRIDGCSSSPMELSPARLQFFVRTYGRTIVLHAHASDLVESVHQQIFAKTGLPVSEQRLIFGRLQLQHDQTLES
CQFYNDATLTLVARMRSTALPASWQLINDLVATIRHMCDVGDQQLGLKLMHSQDCVRASVQEFLKMAVKSVPVSEHMQVR
LFCSLVFELAGATSALVMLLLSPVESNRECAEDAITLFLSSNDEYLPASIHRHCAPVLLDFCKLLNKSAPNHNLYASCRQ
TLARLLETVGVAHGSPYFNEAKAEKIVEDFAPFVNELSARLTQNLRCTAKAYASKESPVSFSSYVKEAKDFTAFVIPLCK
AIEVSEVGAEIGSHGWLRQLFKDLLLEVDSCLEAVGLVAERQNESYGPDSIVSEDRPFGLAPFLVVLKGLHAIAKLYEGA
MADLMEMLLVRRVSLNILIRQSRWQQDEDFWLLEHKSLLDFESKRRLVMAMLPEPQDDHDERQEVVVKRATLLTESFEQL
AYVEPEVLQGGISVEFATEEATGPGVLREWFSMICREIFNPQNALFLACPNDRRRFFPNPASGVNPGHLTYFRFCGRVIA
LALMHRVQMDVVFALSFFKQLAGLPVLWEDAKDADPTLYESCKKILELDADLIDTDILGLTFVSEVEELGSHKSMELCLG
GKDMVVTSENRRHFVELLVQRRLVSSVAEQVKSFSQGFSDLLLNSTTHQQFIRALTPEDLDLMLYGKDRNICLEDWKAHT
EYHDYSATDDYIIWFWQIVEKMAPDQRRRLLFFSTSVVHLPAEGFAGLSSKFHIHRAHTDISWLPTAHTCFYQLVLPAYP
TYEIMCARLLAITERHVAEGFGFA                                                        
>Php_XP_001771888                                                               
MGGEPDGAVAAAEASPAGGSSSNAVVHVRCSNGNKFVVEVDLGATVLTLKGFLVDKSAIPADQQRLIYKGRVLKDEQTLN
SYGLQSEHTVHLVRGAPPSSTPAGANPAPTSNPTSASPPANPGGLGSAPGLGGLGFPGLGLGSSGGASPPFGMGPSEFQQ
VQQQLMQNPNLMREMMNMPAVQNLMNNPDLMRTLIMSNPQMREIIERNPDLAHILNDPGTLRQTLDAARNPELMREMMRN
TDRAMSNIEASPEGFNMLRRMYETVQEPLLNAATMGGEGANDMASNPFAAMMGVNGNPPRPAQAQGGANTNAAGTTLPNT
APLPNPWNPTPGQTPSAVPGADAGGVLPDLAGLGLPDLGMMGGAGGLLDPAMMQQMLQNPQIQQMMQGLLSNPQYMNQML
NLQPQLRNMLNQNPQFRDMMQNPDFIRQMSSPESLQQMMQLQQAMMGLRGRQTPGQNAGQTPAGLGELGGLGGLGGGMNM
DVLLNMFGGLGNTVPSNPDVPPEQLYASQLSQLQEMGFYDTQENIRALSAVGGNVHAAVERLLGN               
>Php_XP_001771746                                                               
MSEALNALKDFVRQPTGQNQADDTVVLHVTHSNLKQRFIEIRVDLHTTIERLKERLRDRSGTAVESMRLQLYDEDNNKIC
DLLEDFRPLGYYSPFDGYRIHITDINPTSLSAGGWLEDTSLVEKYNISEDAYNKREDTYRKYRERKLAEDPTWTFAKVKN
DYMGDIAANIKVGDRCEVDPGGKRGEVKFVGKVEVLAAGYWVGVQYDEPVGKHDGVVKGKRYFTCPPGHGSILRPDKLKV
GDFPERDPFDDEFEEI                                                                
>Php_XP_001770725                                                               
MQIFVKTLTGKTITLEVESSDSIQNVKTKIQDKEGIPPDQQRLIFAGKQLEDERTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPYDTIERIKERVEEKEGIPPVQQRLIFAGKQMNDDKTARDYNIEGGSVLHLVLALRGGW       



>Php_XP_001770630                                                               
MQIFVKTLTGKTITLEVESSDSIQNVKTKIQDKEGIPPDQQRLIFAGKQLEDERTLADYNIQKESTLHLVLRLRGGTMIK
VKTLTGKEIEIDIEPYDTIERIKERVEEKEGIPPVQQRLIFAGKQMNDDKTAKDYNIEGGSVLHLVLALRGGC       
>Php_XP_001769415                                                               
MSLTIKFGAKSIALSLPASSKVSDMMLQLQTATDVLPRVQKLIFKGKVLTPDLTLKNAQLTNGSKIMLMAAAGFQMRSSS
PIKRKSSPPKRSTPFKQIPVKSTGFDESRLKAWKQTGVVSLRDSGLQEVPITVWDLQSAVRVMDVGGNCLSAFPSNVKSL
TNIQRLRLSGNQLKSDSISWQSFLLLSRLAVLAIDHNLLSTIPPEIGLLTSLRCLSVSHNKLTSVPSDIGNLVSLETLDL
SYNCLEEVPSSLGSCTKISEINLTRNRLKSIPASWSQISFLKANLLSYAPLKDFPSEILQKCSQLQTLSLHSNEITMDDL
REMDAWPEFDKRRKDKYTKQMDMQVMGSTSGFDEGADVEQWQRW                                    
>Php_XP_001768155                                                               
MQIFVKTLTGKTTTLEVESSDTIEAVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKSLRGKTITLEVESSDTIDDVKTKIQDKEGTPPDQQRLIFAGKQLEDGRLQHSKGIYSSLGSSFEGRHVELIANGLNID
RQKLVTKSIYTCT                                                                   
>Php_XP_001767625                                                               
MLSPRVPSDLRGMQLRGSVIYEKSFEVPGLCGVGVTVKYRLGVKSAPHRYFLEAFRWVAHASVLQACWRLPNTTIWGVVE
GVRVRVWVQGDGQVCGRTSSIAILTPTSANSLEISVASHFALGHELRAIDVDSESVGLEVGTLMGDIFKENSERDYDEEE
EDGDGDGEGRGEQMLGFMFGNVDDSGGLDEEYLDQDAKEHLSALAHQLGPSLFDIEQLCAKRKRLTDASAADEHEDYDQK
AVDAVDYEDIQEQYEGPEVQLAPQDMQFYAESALARSVKLVEEDNYDEDEDFDSEQPTEAKVEDWDFDSEQPDGSKMESP
VKIAPGMILNSLRFPLGFSACACALIPFICNDSETDDEALLTQEDEEEVPVAQEQCRTSAVDMMASDDEDEKEEDWDQIL
GSQETTSSSREQEDEAAKISLPVLCQEGGKTVLRFSELFGVREPYWVIGHRKGRQKRVHSREKRERLEEDLEAMEDDEEA
VLKRCSQQPVIAADSSTAEGSLGSSSEDFDIGNRSEEDGNQTALFISHSRRDRTKQKKLVFTASEPMKGDEDSYEEDIAE
CRRQIPDANFDLIHQVEWEDDIIWDTSDVSRRGASISDHRSTCHLVEVDRDTEQSHLSDVDLQCLVKEQCDTRLSDCSDW
RRPYVVEPLCQKCRDIEDEDELTMPAKTVRHPQMLRLETLRFHREPGEESRSALLRRINNTTLEVKEKNQELTRGSWLGS
IFWGEPESGLPRSKVIFDLMDSQMVFETTEANDGQSICLHAAAVVLTAVGKDGVSDGAEEAVNTSLPLTRFNISNDKYYT
NKKTHQQQKSNAKKRAIHGVKVMHSLPAIKLQSMKPKLSNKDLANFHRPKAVWYPHHNEVAAKEQGKLAARGSMKVIVKT
LGGKGSKLTVDASETLDVLKAKTAKKLGDLIPFEKMKVFYSGKELVDGYTFAQQQVPPNSVLHLVRTKIYPWPKAQRLPG
ENKPLRPPGAFKKKSELSVKDGHVALMEYCEERPLLLGNVGMGGRLFTYYRKRSSTDATAATLRAERGPWVGITLPLEPT
EDSPFLGDIRPGETQSSLETNMYRAPIFPHKVATTDFLLVRSPKGKLSLRRIDSIHVVGQQEPHMEVLTPTSKSVQNHVG
NRLLVYLYREFREKEKPGVITPHVRADDVTSQFPSLTEGFIRKRLKHCADLQKVGGEMCWMMRRNFRIPSEEEMRRLVTP
ENVCTYESMQAGLHHLKRMGVHKLTQPSGLAAAMNQLPDEAITLAAASHIERELQITPWNLSSNFVAATMQGRGSLERLE
IVGAGDPSGRGLGFSYLRVATKPPNAGALVEKKAAAARGGGAVTGTDADLRRLSMEAAREVLLKFKVPEEIIDKLTRWHR
IAMVRKLSSEQAATGVKLGAATLNKFARGQRMSFLQLQQQTREKCQDIWDRQAQSLVMADGDDSESDGEAGGDLDSFAGD
LENLLEAEEGDDGGGKKGKREGMGGLGARRRKQIAQQEEDIEDEEAEAAELRRMLRADDEAEEEQKKKKSVPVSMEKKEL
EAVETPPDLGGEGQAGKKKKKIIKRIIRTRKVDGTYTSKEVIITDPKEVALYLAKKNANKVVNQVVGVEKVGAAKKSTGK
PPPVSKKLKSGAPVKEMSAKGKVTGKCGRDALSLVCGACGQLGHMRTNKKCPLYNEEGEPVAWQDSGAAADGLLERQGTK
ITFKRKPVPIKKMEGLDSPNSAQVPVVKPPLPKKDIPSPVPLLKTPSLRMKIKLISGVSQNPDNSPVPVSKPVREKVEKL
SGVHANGAGESGVDQPARPPLLKLKLSNQRRKEHGLKRLKLDQDVKTRKESETTRESERKEREEYEGRMERGDYQKAIDE
EMEKDEREKEVRERVKDERERGREERGVRESKRRGTIVHTNGSETNRGMEAEVKFKPFKKKKILRGRVDPELMKRRERER
EQAERMEREKQEAEEYQRALREELKREQQELEQKEARERVELEERQRKEKEKNDRDRHSQHMKEKEKRQREREAKLREAA
ELEARKAQEERERQVGEEMRQQQRDREKIREKSLKFKHMKEHTRVASVSLSSLSKRDRGKGIKRRPEVPPSYHPSPDCGN
APKRLRKKGGEVELCNILEGVVEKLKNADCSYLFLKPVPKKEAPDYLHYVKRPMDLSTIRERVRKLKYKSREDFRKDVQQ
IAENAHLYNDGRNPGIPPLADRLLALCDVELDARDQDLDEAEVGIEPLDDDSKGNSPRLDRRRSVRTI            
>Php_XP_001766873                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYSIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYSIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGISDTVCNVRRIYISQA
TPEQQHLFVDGVRSRPYFGRFQHA                                                        
>Php_XP_001765641                                                               
MQVLRSDTIASVKMRIQAYKGFYTRQQRLVYGGRELTRNDRLIRDYGVSNGEMLHLVLHLSNIVDVTIKSIDGKEYVFKV
ERSRCVRDLKKRISEKEGLDLDAQQLVLRGQNLEDQKCIDELCLQDDAVVHLILRRSSKVRTKVVGRDVELSYTIPHRQL
SYNFKNEGTIKNEVKPQNILEPACGILRYQIADVLIDVLEQAKAGLQGGYAPALASEGSGGAYFLKNSYGVDNVAIFKPV
DEEPLAINNPRGFAKIPRVSSSEGLKKGTRVGEGAMREVAAYLLDHPKEGPRTSFKKQPIGFSGVPPTMMVRCAHEAFRY
SDDAWDLPKKPKLGSLQQFVRAFSSCEDMGTAKFEVEEVHKIAVLDMRLANTDRNGGNILVCRDENNGMKLVPIDHGYCL
PEKFEDVTFEWIYWSQAEEPFSPSTLKYIESLDAEEDLALLKKHGWSLRTSCKRVFRLSTMLLKKSAAAGLTPYEIGSMM
CRETLYKKSVMEEMIEEVEDKLPTSATERDFLNAMSATMDSRINKRK                                 
>Php_XP_001764949                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMEIIEDTLASKIIT  
>Php_XP_001764740                                                               



MGGEPDGAVAGADSSQGGSSSDVVVVHVRSSNGNKFTVEVNLGATVLALKGLLVEKSEIPADHQRLIYKGRVLKDEQTLS
SYGLQSDHTVHLVRGAPTSSTSAGADSPSPAPNPTSTPHPANPSGLGSMPGLGGMGFSGLGLGSDGGASPPFGMGPSEFQ
QVQQQLMQNPNLMREMMNAPAVQNLMSNPELMRLLIMSNPQMREIIDRNPDLAHILNDPGTLRQTLDAARNPELMREMMR
NTDRAMSNIEASPEGFNMLRRMYETVQEPLLNAAAMGGEGANDMASNPFAAMMEMNGNAQRPAQAQGGAYSTGAATAVPN
TAPLPNPWGPTPGQTPSAVPGTGGGIPDLGGLAGLGLQDLGMMGGAGGLMDPGFMQQMLQNPQMQQMMQGILSNPQYMNQ
IMNMQPQLQTFLNQNPQFRDMMQNPDFIRQMSSPENLQQLMQLQQAMMGQHGRQTPGQNVGQNPAGLGGLAGMGGGMNMD
ALLNMFGSLGSTAPSNPDGNAAPPEQMYASQLSQLQEMGFFDTQENIRALSAVGGNIHAAVERLLGNLG           
>Php_XP_001764596                                                               
MLIEARDWQSDAVRSIQIDASPKNTVAAVKKAIEGSEIIASNLQRLSYGDRLLKDDRALEDYQIDNTSTLQMWWCKCMAC
RALSADQTFHTMRIYVTTPRDETIPVLVSRNGSVFSVKSSMQEEEGTPAVRQRLIYNDEELLNGKSLTEYNIAKDSVLRM
VPMEPVGLMPVMVCIVILDRTVTLEVRKQDTIRDVKAMLHQVEGIPPYHQRLKLRYGYGFFNRDMNNADLPDDSTLGELN
VNRGDSFFLLRRQKHLHDCPCFECCGSSFHFFVKTVAGKSLVIDLKSFHTVEDVKKKVHIKEGIAIHKQKLLFGDVELED
NKTLFEYGIEVDSILRLMVIRGGKSSIGSFFSKVTGSGLHS                                       
>Php_XP_001764365                                                               
MESQTLLLQIESRLAAICGADEVHMDAKRKEPPREQGLGGAVPLAHDHCTDSEAGVMTIKRPGSAPQSVCMTGDPSVQAH
GLSIRGGLFLSWLHALKVHQCPLLENCDRRVNVNGLYTAAAIEPEVDADLRKFKGFVDVPYQSWSSGTTIADLEKEIASQ
TGLRVAFIAYRGARLAKDTQLSKLVLDLHQGSKLIPRFSVHTTSGDNIFFVKSLKGNSIMLDLPLKSTTVMELKEEVAAL
ENIPTKYQRFIYNGQHFADGELSVCRDTVKKTLHDYGVERDSTLQLLTRLRGGATDVPASIEFSDLQNQKALKVLNWSKT
APVWRIVEKGLNLEGKCTNNACPGNGQLVICRKGFVAVNLSKEQGTCPICKQGVQVKTCSFTSCMWMYEGRKAITNSPPL
RGSELSRRCSKVTNLLTKCFSGKSPTDDYYPTLEKQQDTVGQDIVSPWYRASDKYEYFKRANNMVKWENLIIVAKKLPVV
SKDGPNAEAPQDEPCSICFQAFGPNSDANKNHTTSCGHTFHADCVESWLSCGGTACPICRVDLVVEK             
>Php_XP_001764018                                                               
RSIQIDASPKNTVLAVKKAIEGSEIIGASLQRLSYGGRLLKDERALEDYQIDNTSTLQMWWCKCMACRALSADQTFHTMR
IYVATHRDQTIPLTVCRNGSVYSVKAMVREEEGTPAGRQRLIFNDEELRNGKTLNECNVAKDCVLRMAPTEPVGLMPVMV
CIAILDRTISLEVRKTDTIRDVKAVLHQVEGIPPYHQRLKLRYGYGFFNRDMNNADLPDDITLGELNVNRGDSFFLLRRQ
KHLPDCPCFECFGSSFHFFVKTVAGKSLVIDLKSFHTVDDIKRKIQSKEGIAAHKQKLLFGDVELQDDKTLFEYGIEVDS
ILRLMVVSGGKSSF                                                                  
>Php_XP_001763281                                                               
MTGSAEESTEPIEWEMRPGGMLVQKRDPDAAVATGPLVKIKVSHGLFGHDVSVPAHSTFGDLKRLLVGDTGLQPSEMRLL
FRGKEKEDGEPLHLAGVKDKAKIILVEDPAAREKKIQEQRRLERIAKTCHAIGNIRAEVDKYASQVSRFQTAIKSGKKPA
DQEMLAVSEMLMRQLLKLDGIEADGDAKAMRRTEVKRIQNLVEKIDSLRGLRMEPDPPATDPTVVVTTNWETFDNGLGSL
SAPPPASDSHQNTDWETFD                                                             
>Php_XP_001763027                                                               
MKISVKTLKGNHFDLEVSPADTVLNVKRQIEDSQGKESFPCSQQLLIHQGKVLKDETTMEENKVSENGFVVVMLTKAKTG
AGASPPSSSGTTQAPAPVAAATPPAPARSPATPSPPTPATPAPAPASTYGQAASNLVAGNVLETTVQQIMDMGGGSWDRD
TVVRALRAAFNNPERAVEYLYSGIPESAEMRPVGGRSPAVAGVPAATPAAPAQAAPAGGPNAAPLDLFPQGMPGMAGGGG
AGALDFLRNNPQASLRTMVQANPQILQPMLQELGKQNPALLRLINDNQAEFLRLINEAGAEGAEGDILGQLAGAMPQSIN
VTPEEREAIDRLEGMGFERTLVIEAFLACDKNEQLAANYLLEHAGDYEDA                              
>Php_XP_001762712                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKLKHKKKKVKLAVLQFYKVDDSGKVQRLRKECPNPDCGAGTFMANHFDRHYCGKCGLTYVYQKAEA     
>Php_XP_001762629                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKR
KKKTYTKPKKLKHKKKKVKLAVLQFYKVDDSGKVQRLRKECPNPDCGAGTFMANHFDRHYCGKCGLTYVYQKAEA     
>Php_XP_001761545                                                               
MDFAPGKFAPRHLADKLVDRSQQPIAALGSSCSSSSFWTGRGRIDSIVSKLGAERATTEGNSRTVSMVVDSGAVVTLSVE
IEAFNQRTVFRSHVFGVFRTCPPWKLRRSPVRFFSTTKRFVVRFLESSYLRVYLAFVPLKSVDLNAIQVCCGIGAKSKRP
SPTMWVSVKATRTVTVLQLRKKLCRKNNHSLHETVLVCRGQQMDDDKPLAFYNVTGVAPLELKSGMHTVGHGEAPQEVGR
ESARHPGVPPEANVQSGGAARISISPHLHPGRPRGRRDRDFGAISAKGPSHAAGEADQCDASSEELHHPHHRNRGVVTST
QHHTHSDTLISGCESSSPSPCSSLPADLDTLAAAQLLSTKP                                       
>Php_XP_001761027                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESS
DTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTID
NVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGY                           
>Php_XP_001760451                                                               
MPTVSVKWQKEVFSAVEIDLDQPGYVFKCQLYDLTGVHPERQKIMVKGGLLKDDADLHKLGLKEGQRLMLIGTADAIPQA
PAEVPVFAEDLPEKEQGAAVLGHTAGLVNLGNTCYMNSTVQCLHSVPELRDALRGYSAAGANILDPLSHTLTVATRDLFN
ELDNSARPVAPYRFLTVLRDKYPQFGQQTNQGVYMQQDAEECWTQLIYVLSQGLKSSSINKQLSAPLVQELFGVELQNTL



KCAESSEASSENETVFSLKCHISQEVNHLHDGLKHGLKGELEKTSPLLGRSALFIKESHIQKLPQYLTIQFVRFFWKRES
NQKAKILRKVGYPLVLDVLDFCTEELKEKLVEPRRRQFAAEEVKAGLKKDEKGKVGAEGVKSLETSTLSERKEHDMDTDG
SATSSTTKSDGSGAATEVSGIYDLVAVLTHKGRSADSGHYVSWVKQDNGKWIEFDDDQPTVQREESITNLSGGGDWHMAY
ICLYKARAVPPA                                                                    
>Php_XP_001759037                                                               
GADAGASSVRDAGGSIAVVHVRCSNGNKFTVEVDLSATVMAMKVLLVERSEIPADQQRLIYKGRVLKDDSTLNSYGLQSD
HTVHLVRGAAPAPAAGTPTLTSTPTPAVAQANPVGLGSVAGLGGMGFPGIGLGSGGGAFPPFGTGASDFQQVQQQLMQNP
NLMREMMNMPVVQNLMNNPDLMRSLIMSNPQMREIIDRNPDLAHILNDPGTLRQTLDAARNPELMREMMRNTDRAMSNIE
ASPEGFNMLRRMYENVQEPLLNAATMSGEVGNGVAPNPFAALVGMNGAAQGQGQGAANNTGAGTTVPNTAPLPNPWNPTP
AQTPPAVPAAIPGGGFPDFSRLAGLGLPDLGTMGGSGGLMDPAMIQQMLQNPQIQEMMQGILSNPAYMNQIMNMQPQLRA
MLNQNPHFRDMMQNPDFIRQMINPESLQQLMQLQQAMMGQRGGQLPGQFGQPGGGLGGAPNMNMDALHNMLGGLDSTAPS
NPDMPPEELYVTQLRQLREMGFDNTQDNIQALRAAGGNVHAAVDRLLGNIG                             
>Php_XP_001758254                                                               
MSRKVAKQSTRPVSKLLVDSPALCSIPSSIYRPLVPSFAIGGCIELGLIARLYQSLTELLDPLHRSVVPMEVDFPLEWLA
DQFLFLLHELSIAVDMGITVAVKVDQLPIANALLVAPVLDKSRTLLVPNLNFHGTVQETINAFIQRNLSIPEECQLLSAP
FFTHLSEKDSVEDIYKRYTCQADYEISELHLDEDTFEMYGREGGRVVDLVGDKRLEEYHILDRSTLHLRRLPRPLSEDGG
RVFVETEDGIIPLLGVSPLTSISDIKHRLEELTAIPVSHQLLSCLGRVMHDEFLIRDFNGLHKIHEDSVIDLCKTDDKYT
EKMHRRMVVHVNVVGEEEFSITVHGRDTVLSILKCVESRIGIVPSQQKISYSGKLLQEKKTLGSYLIEPDSVLTVTMSKC
AGNLAKKSTSCDNKEDLPKEGSGQKPNATKLKLMRTSKGQVKGTLTIPVISSDTVADLQRKLKRTLAPLVEHNLSEAPAE
KQEPYGDTMMRCPRKNPLRAPPSNPFINHIAKLRNLDDRKPSSETTHVRSRSLSFSKLLDLNSNVLTPQQSPIKPPFSPG
GSKSGLLPPQKPLEVISSETIEPSAAKKLDFDKESKEEVLSAKICSNDLNGSSCRDLMPELLSLPDPKDQSLKVIVEKKP
SWQSRYADENAPNSGGRFSNVQNKIDNKLGAIKNIDKKAVKNWFNTNMESFKVHMKNLADG                   
>Php_XP_001757033                                                               
NAGDVLGIELDRDDKIESVKKKVQAAFNIPTEQSTLVFGDHVLDKDLSAISSDAPVLLRKKISRSSSTPCLSPRSRDVHQ
NSVFEIVGGSKHSTKIKRLVREAAKGVEAGVQPVLATGGMGGAYYFRNCMGENVAIVKPTDEEPFARNNPKGYVGRALGQ
PGPKPSIRVGETGLREVAAYLLDHDHFAKVPVTALVNATHPIFNVNAEYAGAGHSQPGSAKLASFQQFIRHDFDASDYGP
SRFTVSSVHRIGILDVRLFNTDRHAGNILVKKMNVENGSLFEEAVDLIPIDHGLCLPETLEDLYFEWLHWPQASIPFSKE
ELDYIEKLDPAKDCSLLRKELPTMREACLRMLVLCTIFLKLAAEAGLTLSEIGGMMTRELCGEEASELENVCELARMELL
SSSPESDDFDGFNLAEDFSDDFQFDMDDHVELSSQIGLSNFRALEISPIRPSPLGIPPDNSFSSPSNDNQSYSLSRMSVP
SRSTSLKIGKFRSHTQIEKPHTIGLRGYAAMNVAQNVRCTKNANDLIHGPLILADMSEKEWSLFLEGFQELLPEAFAEVK
FKSKNQVQRLGTSCRF                                                                
>Php_XP_001756274                                                               
MRAMEANHEGSSGSGAVPESEAGVGETVEIRIKTLDSQSYTLRVDKNVAVPALKEQLATVSGVPVENQRLICRGKVLKDD
QLLSAYNVEDGHTLHLVARQPPPSSGVGQSSASNEGGQGETGLPSSGNRSGHVSHSLLMGTINFPDNGEGQLPDLNRILN
AVISSIGLHGNVPSQGSTGNNSSTGVLPTPTGVHAGAPDRNGASDQDTGVRELELQIDALYGIPSNTTGGAGLTPIRVVQ
APVVVPDALTTMSQYLDRLEQSFASEESARTSNVSDNGGTEVRAATDVRRSGEEPQRGASPAALGALVNRVDNLLRDQAS
SALSRLASRLENEPTMLDAAAREDVQHTAYHDGNLMQQIGALLLELGRATLSLRMGQSPSESVVNSGPAIFISPTGPNPM
MVQGSNLASFRQVFDLSRTHRHNFALPPQTAGGLAVGTALPSPPGTLGPSPGVPGVSRSIHVHIHTSDPGALIAVPSSSL
NSAPRQFSHEELVRIPAGGAGSTLRQFLERADHLIAPQSGAAPNDVGGSARPNRPRNEAADGANQAPGSAPPGPSGMQGA
LMTVDETGAVRVVPVRFRGGVHPPSGNTVDPLVSRFQQQFFVRPVSNSPNDTPVPAAANPVPPTSTDQSRQTDQASRNTP
GSEGDAVDLMNSLGPLLQHLAGALQQPGASTSLQQPNSETQQQQRPDATERETDTDAGLTEDTQAERELSNGRVVEPTLE
SGVTSMVTDQVSGDDERPGSSDHSAPQGQALRASVSGGPGGGSSDVPASAPIGLGLGGLQPLARVRRRRQAQQSSQDEQR
QAGQDALQNLLAQRDLADEINQRNNIALPSLGNLVRAVGGGDRLQGGPGIIGQLMRSPVVENLVQQVMQGVGDGDGGDGA
HRGPATGGLDLSGMLQHMMPVVTQMLGGGSSASFPGSVAGTSTRTSDGGARGTTSQPSETERWQDALSQEEVADWTETIA
ADEEAQQSMPPQRPFSDVYRRGTPAAKRQKTAVESAAENLEDGGSAEILLRDLAGAASAEISGNNGTVGADDLAQQVVRV
DGLAEAYLVVLFNDLAARVAADPDFGDGSRFPHSARIFGQSSQTPAEPDGE                             
>Php_XP_001756108                                                               
MASQGDTSNPESVEELTMMVKWSGNGTFVVRVCADDTVGELKRRICELTNVLPKRQKLLNVRVGATPAVDSMLLSQLNIK
LTTKIVMMGTVEDEILVEPVDAPEVVDDFELGQEDTVDIMDREVNKQKLRRRIEQFKLNLINPPRPGKKCLVLDIDYTLF
DHRSTAENPRELMRPYLHEFLTTAYQFYDVIIWSATSMKWVEVKMKELGVLSHPDYKITAMMDHLAMITVQSESHGVFDC
KPLGVLWGKCPEFYNSKNTIMFDDLRRNFVMNPQNGLVIKPFRKAHINRASDQELLGLADYLVAISALDDLSELDHQRWK
DYSDQHKRRRRS                                                                    
>Php_XP_001756087                                                               
MAGTSSACTVAGGALCNRNAAMGVRSTSFMNGSGGVALKLSYPSPGRAELRSGQSEGLLWIVKKCKEEKYPCKRKLENEG
QTERKEYLERKGRTAGSTRRRIVDLPAESEVGWVRQAIAHEFGAPHERLKLIVGGKALEDEMNTKPVTVKFADGDSLIAV
VVPKAPPKHISSRDGEIEDEDEELRFKLPESATPLQRQLGNFLRGKLKVPGTTPNHSYAQSTSSSAYADIFLIVLFSISP
RAWLSIAIWFVLLPIARRWELGPVYIIITVFAVIFMNLGKRQPGEASAYSIFNDDFRELPGTLNADRLDRDIRAGQF   
>Php_XP_001755431                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGFLSG         
>Php_XP_001755307                                                               



MQIFVKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGQ               
>Php_XP_001754842                                                               
RRIHASQCITKDDVVQLFHINKTPCQGCRANSKDNPNCFCCFVPPSNGVRKQGLWQKVANSVTELGPDPGEALRPSQDSP
SGLTNLGATCYVNSVLQCLYMTRAFRTGVFAAEMELVRSHPVLYQLGLLFAQLHSGKKIAVDSAPFASTLELDNAVQQDG
QEFMKLLLSLLESVLGMSQNVRARNVVQNVFRGTYSYVITCSKCGQESDLSKQAVDFYELELNVKGFTSLEESMNDYLSE
EILQGENQWMCESCKTRVDATHCTKLRSLPPVLNFQLKRFVFNTKTSTKKKVTSKFSFPRTIDMGPCLSTYADIESRAVY
DLSAILVHKGSMANSGHYVAHIKDDRTSEWWQFDDEQVTSLGFHPLGEATSQSAASKDAVTQEAIVSEASGSVDASSRSH
SESEILTSADAYMLMYIRRADAENDKLAVFAVGEPSPMEVEGDRRIDDCAGLPEQLRLEIDQMNNDFEAMCSEYTRRREE
ELTRIGERKEEVRSILALATAKALEEPFFWISTEWLRSWADSLTPPASIDNSPLLCPHQKVSPKSLPVMKRISAKAWKQL
EALYKGGPAISGDDYCVECIFEDARAAASADTYRDQRMYMREVIEDVLNGRGLDDKTYLVSKTWLQQWVRRKVADAPSDA
DAGPTAALRCPHGGLLPEQAAAAARRQRVPQIVWEYLVHNAELVENSNAEGHQAFPGDQNTCSQCQIEVNKAATKKEGLR
ATKFEQRAKHEALYGGKPTVIFPGCTYYLVPTVWLSKWRAYLGAAGKNVLAVDEPVGLEGFILSLLCQKHEGMLFKPPSL
TRGRRGEIVQRTFNDDVFTVISEDDWHNLCQQWEIDAAKGIRAEVELGNLSTDINKNNAFEGEPEIIHLSDEDDRGIKFE
NAPILRTTPEVCRECIEERETHEFLTKLNYTNREISVTLVRGKEPPPSLLLSPGSEAERRTSKRARRASATSNGRIQLNV
SGDTTVFQLKLQIWESLGVVKDNQKLHIGKEELLDDNATLADLNILPGTNLWVMDTGQHENRDIAEELTTEKPGRIETEE
GFRGTRLLMGGLPSLVESLAAHAVQSGFVPPLFDSNNGSEPIRMAETSTAENQKMDASNSRVEVSDEPMDTERLEPERVT
QRTSAEGSSDSHPSVVDAAGPDERPDVSTVDMELMEEAGMIFRGRN                                  
>Php_XP_001752788                                                               
MVQKRDPDAAVATAPLIKIKVSHGLFGHDVSVPAHATFGDVKNLLVEDTGLQPFEMRLLFRGKEKEDSDPLHLAGVKDKA
KLILVEDPAAREKKIQEQRRLERIAQTCQAISSIRGEVDKYASQVCVETFQLATRSGNKPADQEMHGVSEMLMRQLLKLD
GVEADGDAKAMRRAEVKRIQNLVETIDGLRGLRMEPNPPATNPNVMATISSETIDHGVGSLNAPPPASVPH         
>Php_XP_001752243                                                               
MPGIGEVLALPAPPEGGLGVLPEAQLPADVNMKEAPVAHKAPQMVATQTKTIGMIHPPPDIRSIVDKTAQFVAKNGPEFE
KRILANEKNNVKFNFLNALDPYHAYYQHRVSEFKAQLAAPAVAGPMNVSVNEEAEAKPPQEQADVDAIKVGAVKPPGKVL
EPPEPDAYTVHVPELATTLDVDIIKLTAQYVARNGKSFLTGLTSREHSNPQFYFLKPTHSMFTFFTALADAYSKVLVPPK
GLVDKLRKDVGSKTGILERCLNRLEWERSQAAARQKAEDEIEQERMQMALIDWHDFVVVETIEFAEDEDGELPQPMTLEE
VIARSKLTPADEEEVEATEEGKEMEMDMDEEELQLVEEGMKTTTISEGKDPAYDQADEEEDVPMRIVTNWKRPEERVAAE
KDVLKVVVSPITGELIPVNEMAEHMRISLIDPKYKEQKERMMAKLRETTLATDDEISRNIVGLARTRPDIFGTTEEEVSN
AVMAEIEIKKDEPKQVIWDGHTGSIGRTASQALAQTMTSDEQIAAINREKANLTPDGRPLPGPSVPPVPRLAPTPARPPM
PPPGLALNIPRPPNLAGQISSGSQSLQPPPRPAMVLPAPPVRPAPAPPTLPTPAVMLVRPPPPAPHMLIPPVGSAPNQYT
PLPPPPPRPYLPPVALPPPPPQLGMPPPPPDEAPPPPPEEPEPKRQKLDEILLLPEDQFLAQHPGAVRIRVSVPMVEGES
NFRGQTLELTVLSLSESIKSLKERIAGEVQLPANKQKLSSQAGFLKDNLSLAYYNIGPGDILTLGLKERGGRR       
>Php_XP_001752113                                                               
MKISVKTLKGNHFDLQVAEDELVSSVKRKIEGSQGKDAFPCAQQLLIHQGKVLKDETTMADNKVAENGFLVVMLTK    
>Php_XP_001751675                                                               
MRVIFRTLLRKHFTLELEAITTVKQLKAKLMEVEGLPVHCQRLIFEGTWLECESKSLQDYGIHEGCLVHL          
>Crei_XP_001699001                                                              
MKLEVVSRSGRSIATLDVNPDSTVAELKKKFHGLKKTYYPARQRFALPVKAGETRGQVLSDDSKRLSDYGLAEGGKLEFK
DLGPQIGYSTVFFWEYFGPLVVYPLFFFLPQYLYPHIKKKLACAYWCFHYAKRIVETFTVHKFGHATMPIFNLFKNCGYY
WGYAAYVSYFVNHPLYTAPNQTVSVACLAAAVLAQLGNFWSHLILAGLRKPGEKEYRIPKGGLFNYVSCANYTFEIWGWL
LYSVAVQSIPAYLFAATGAAQMTQWAIAKHNRLRKLFDGKDGRPKYPRRWIIFPPFL                       
>Crei_XP_001703795                                                              
MGKCTVLDQRPFAACFRIGYNIEPPRKLRLLSCLTVPDIIFVTLRRGEEWPPRTCDVRVRYEQTVADIKTAAAAALGVPA
DKMQLFWHGKELTPGYDGRTLLDMNLHTGFALQGYDLTAAPKYWPPVKMTSEGLQVQD                      
>Crei_XP_001702404                                                              
MCVCVCVCVCTFRAPLQDLAAARLPRRHRHQHAGHFRLVVNGRKQPQRLMLDVAQEGLLGGGAALHMRGWPPAPGPNSSG
SQSVVLRPLYVKTLTGKTITLQDVHSDLDVYDLKCMIDELEGIPPDEQRLVFAGRQLEDADTLASYNISKESTLHLILRL
GHPGVAIQSVVLRPLYVKTLTGKTITLQDVHSDLDVYDLKCMIDELEGIPPDEQRLVFAGRQLEDADTLASYNISKESTL
HLIL                                                                            
>Crei_XP_001701379                                                              
MQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGQ       
>Crei_XP_001701149                                                              
MATTLTLHVKPTVGGERVTLSIGSTATVGELKEELAAKNGMPAAEQRLIFKGQILKDDERTIDAYGIVNESVLHLVRGRP
TGGSSASAGASASPAGASGGGTGAAGGGGFGMPGGLGGAGGGFGGLGGPGGMPPGMQQAMAAMMNDPAVQTMLTSPDMLR
AIIGSNPAMRELMERNPEIGQVLNDPATLREMMRIASNPEPLMNAATAPPGADGATATSTSGSGASAAGADPLASLLAQA
LSGAGSGAGAGAAATGTTSATASGTAEALSMLQNPLVQQMMGALSSNPQLMETMINSNPQLRAMADANPMMRSMLSDPHT
LRAMMDPRHMAQMMQLMQQIEQMRLQQLQDMGFFDRQQNIAALQATGGNVNAAVERLLGGP                   
>Crei_XP_001700995                                                              



MQFLRQMASAAERACGRCGKGYNEDRLQLVIPCGHTLCAKCVLLAPPCPHCGTSVPRARQFALNRSLADQLGLMGQSAGG
NHSVAAGAAGSAAGGAAGVEQPRKRRRQQARRAEDLSEDEPADDVQDAVAEEEHEEQQHEEQDEEQGEEQPEQDAEEGAE
GVVVVAPPPPRGHVLLQLCVVDPGRLDQHELVLELWLPRYMLLPNERQRAYLPMTLVRRQLRGRGVPREAWRLFLFEPGY
TCCRSRELRPEERDARLLPLTGDTRASRNEPPPPFRLFALDARAPRMRVDVVIHGYWGEHRVEGVEVDAGGSTRAFGDQA
VARLPAHLAFHQGTCRMYKLRGNGNPASQWMEKVKCDCMLAAVVDESVVSRGAVHLRAAGPAPPGAAQTYSVVVRTLTGK
SVRLLGIYGGLDVEMLKEMVQDSEGTPPDQQRLLFAGREVLEGRTMADYNIGPGATVHLVLRLAGGKPVICVWAAQPTDL
TVRLRLSRHWTFSSLVPRPDQYSDGDVAGGGGGGGGGSGAEAGSKPGGWAAGGREAAWRVRALPDGSLVHPGSGGREYAY
LFWEALTEGTAAEPGAGSGTGAGPSAAAGGSSGNSSRRSSSSSAMVWEENEEEQKGGNGRAPLQPQPRLQPQPQPPQLAC
GPGLATAAAAGSVVAAGGTASKSPLGLGPTPTDLPLPDFEPARSFCVAGADVERWLYGALAAFGLPVRERTDFLTYWLPH
MEGAAWLLISFADPLDYQAAAALEVTPAPDVCVRLFMLFERLAAPAAGACGDLGAEVVRVGVLRRQGCSLAVLEWGGMEV
VRRKG                                                                           
>Crei_XP_001700313                                                              
MQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGIIEP
SLQALARKYNQEKMICRKCYARLHPRAKNCRKKSCGHTNQLRPKKKLK                                
>Crei_XP_001698476                                                              
MQLTITTPDGEHVFPVEIDGSTSFADVKAICEAETGIPSTSFVLLHNGKPLTDTQTPSTAGVQPGDMLILVQPQQAAPGR
QGLGGGGGGRAQQPGAGGSAQQAAMLRNPDGTLVNPAAAIQAFKSDTNMMDQLRVQAPRIHDAIMGDDIAGLQEELRRSH
RAQTDANDELERLYHMQEEDPFNPELQAKIEDAIRRKNIDENYEAAMEHNPENFIQVNMLYVDMEVNGVHVKAFIDSGAQ
MTIMTAPFAEKCHLTRLLDERFKGMAVGVGSSKILGKIHQAKMKVGDQVVTTSITVLEQKTGPQFIFGLDMLRRHQCCID
LVKNVLRIGSCGVELPFLQESQIPKDFSEHVEDVSEAEANRRMDADEAAARNRMDTDGGRAPANTAAPAPAAAPATATAP
TPTPAPAPAPAPAPAPALATAPAPAAGGAGAEMEGKIAQLMALGADRNTAVQALQAAGGNVDMAASFMFDMS        
>Crei_XP_001697239                                                              
MIEVVLNDRLGKKVRVKCNEDDTIGDLKKLVAAQTGTRPEKIRIQKWYTIYKDHITLADYEIHDGMGLELYYN       
>Crei_XP_001697158                                                              
MTTVKLNVKWGKESFNDIEVDLSQPPLVFKAQIFALTGVPVERQKVLLKGAQLKDDDWGKAAPKDGMTIMLMGSAEAVSV
EAPKNAPKFVEDLPEQEQEHLDTKRFGAGLHNLGNTCYMNSTLQCMFAVQPLREALYKRGAAAGADPTGRLVSATAELFR
DLEGGGAPFPPYAFLMALRAKFPQFAQQGQGGVYAQQDAEECWTNVMYALKEKVKVRGAWSMEVLVHCGAAARTFSREDG
LSYTLKVNIEDKTAHVSEGVAVGLREERERTSAALGRTALFKGATALTELPPYLTLQMMRFFFRRDNQQKAKILKKIPFS
LEFDAYEFCSDALKKQLEGPRQAFKEAQDAAMEAKKLAKKVLPHLPHLPFTPAPQPGPRPTSSQPAPPRPHTGKYELVGV
VTHKGRTADSGHYVAWVKQPSDGTWVCFDDEKLTIRSEEEVLQLSGGGDWHMAYLLLYRA                    
>Crei_XP_001696195                                                              
MQIFVRTDRTHLVEVSPAQTVADVKAAVEALQGLEAGEQRILFNGVQLEDSQVLAEAGVSDDSTLMCLLRLLGGAKKRKK
KTYTKPKKQKHKHKKIKLRVLKFYKVDDSGKVQRLRKQCPNCGPGTFMATHFDRVYCGKCANTFVYEGGAPAGAPKKSGG
AAAAAAPAPAAEAGGKGKKGKK                                                          
>Crei_XP_001696087                                                              
MRWSREELAELSGRSDPSCVPPPGADPTAYEVAFSKYNPTPEWEPMYAPSKEQAEADRAAAYAAGVPHGYLAPGASRAAA
GAAEGEEVLQLWVVSELHGDGEYGAQVDAAGSGRHRGGPFRVAVGARTRVEELRAVLRDAGGLLPALQRLSYAGKHLDDS
QRTLQHYGIAYWHKRFPHWPIKIRKY                                                      
>Crei_XP_001696050                                                              
MKLTFRTIAGKSFNVEAEDSMTIGALKDKVQETQPDCTREAMKLVYKGKVLDDATTVGDNQVTEQGFIVVFIQPKKAEAP
KPAAAPAPVSGPSTAALPSPAVPPAAATAASVPAATPTAAPAADAPAATPAAAPTAAAAPAAAPAAGGAPADSYTSAASG
LLAGSALETAIANICEMGFPREEVVRAMRAAFNNPDRAVEYLMTGIPANAGPPPPAAGGAPPAAAQAQRAPAAGGAPSAQ
LAALRNNPAFGMLRAAVAQDPRALVPLLQQLGRTNPELVQVINQHQQAFLAMLTEAGDDDEDDAMAALLGGAGGGGEGGG
MVVELSPDDEAAIGRLAALGFDRNACLEAYLACDRNEEMAANFLAENMFD                              
>Crei_XP_001694608                                                              
MQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMMIK
VKTLTGKEIEIDIEPSDTIERIKERVEEKEGIPPVQQRLIFAGKQMNDDKQAKDYNIEGGSVLHLVLALRGGL       
>Crei_XP_001694320                                                              
MTTREFGDLAAARLPRRHRHQHAGHFRLVVNGRKQPQRLMLDVAQEGLLGGGAALHMRGWPPAPGPNSSGSQSVVLRPLY
VKTLTGKTITLQDVHSDLDVYDLKCMIDELEGIPPDEQRLVFAGRQLEDADTLASYNISKESTLHLILRLGHPGVAIQVP
LYVKTLTGKTITLQDVHSDLDVYDLKCMIDELEGIPPDEQRLVFAGRQLEDADTLASYNISKESTLHLILRLGHPGVAIQ
VS                                                                              
>Crei_XP_001694157                                                              
MTRPAGFLNIPQSMYVRVKRQKTTYFLHVEPTDTVLEVKQKLQELVDQPPESQQLFKGQAVLEDARKLIDLKVENDDVLA
LCYLQPDGSFEPINIATFETDKPE                                                        
>Crei_XP_001693664                                                              
MLKLDPGRELLNRVELLRRARAALKGGDDLSLVSATGFLEATDVVVWHDDLVRQLVKIEHDLPTAYLHPSGSGLLCSPRC
RLPAGMTDSPPSAQAVLLQLQAEMACEVPEFDSPTLVLAAKDVNHTRRLKLQVKTLTGKTFALEDLRPTSTVEMVKAWIY
IKEGLPPDQQRLISAGKQLEDGRTLADYNILEGSTLSVVLRLRGGMFHESSGRVGYKALGGPPLPGRNNALSPRQGLKLR
VRLCGGSGGDACGAEGQAGVRTLLLECGKEPSVQVCTLLELMRRAREGGELKLRVRLCGGGREAGEAEGQADVRALLLKR
GKTLSVQELVRRAREGMS                                                              
>Crei_XP_001692348                                                              



MSVEVGIKWSGKEFVISLEPTDTVATLKHRLEGETNVLAKRQKILGLKTKDGKAAGDEAPVGELAIKPNVKLMMMGWTFS
SGSGTQLPNPAQAHYATLFMFEEAAPEVQVRDGGKAGDNRSWRTEGFNRAGSSVTCLGCLVIDYTIFDLGSTAERPEELA
RPYLHEFLTSAYLDYDIIIWSATSKKWVEVKMKVRGVLSKAKGRVPPLSPSLHFSVQTFATPARAPPQFVWEKFPGQYTP
DNTIMLDDLKRNYIMNPQQGLVIRPFRKAHLTRGSDRELVGLTHYLAAIAHLDSLAALDHNRWERYLEKQARRGGAGGAA
GGQ                                                                             
>Crei_XP_001692087                                                              
MAESQWTIHVKHGSQSLELQIDANSKVSDLHERLQTLTGAFVRKQKLIHKGKVLAPNLELTKAGLASGAKLMLLLSDAGA
VPTQGQAALQQAKKAKQDEAAARVKELYAQAKGMGGAASAAIAAAAAADATRAAAAAAGPAIEWTERKRNWEKTGIISLR
DLGLTAAPDDLFEPAPSTASGYAASATSTASTSGTTATAAGSAAPGLTGARVADLSHNRLHRLPASLARLSCLHTLRLDA
NGLTSGTMPWEALGSLTGLTALTLSSNLMDVLPDAAVSGLKALQVLSLSGNQLRALPEALGALSALEVLSADDNKLEALP
GSLGEPGIASVPPTLLKDCGSLAVLSLQDNPITADQLRSTPGFKDYDARRVALCNKQLDAKVSAHATRTFTEGAEDRQWQ
RYASGQGGGGGQQGGGR                                                               
>Crei_XP_001691370                                                              
MTTEEPNEGAIVAVGEARSVPHSTDIVAAGGVGSGSSTYIPDLEGLKKVITHTKAVGVILPPPDIRAIIDKTAQFVSKNG
SEFEKRILSNEKNNVKFNFLVPTDPYHAYYRMRFNFLKPTHSLFAFFTALADAYSRVMMPDKGLKERLAKDVEDRPALLD
RCLRRMEWERHKEREAQEAADEAERERQAVQAIDWHDFVVVETINFTEEEDPELPPPLTLRDEADMEMDEEEKALATDDE
ITRNLVGLATSRPDIFGSTEEELQQAVRDEIKDKMTSGAGRPVAWDGSTTGGDALQNQPEEEFLARFPGPGRVKVLAPEV
EGNEKLIGQLLEVEVGSLTDSVAEFKQRLAAVLELPANKQKLARDGVGFMRDELSLAHYNVSPDVVLNLGLKERGGARKK
>Crei_XP_001691130                                                              
MAILSVRAVRADSAARATLKLQPSEERALDRAELLRRARAALGGEDLFLITQDGLLRPEDLVQLPAVLGRVLPPYQPQLS
ESELLQLQAEVADDELEFGCPSFVFASSRSNRSQLMSVSVLQVIGNTKFTISDLVPSDTVEYLKARVCATAGIPPAQQCL
VWHCKLENGRTLADCNIKDKSTDLVQRARGGGKPR                                             
>Crei_XP_001689653                                                              
MGQPLPPALLRSGAPHGRPAAAAFVMACVPESSSGEPPEVQARKQGPCNVTVSLGTGSKVQVQLPATATIRDLKNQLQQP
TGLEPTQQKLLVGSKSALPDTTTLGSLAAAELSDVVLVTRVHGG                                    
>Vcar_XP_002958910                                                              
MSVEIGIKWSGKEFVVKLDPTETVLQLKHKLESETNVLAKRQKILGLKTKDGKQATDESSVGELQIKPNVKFMMMGCVDD
FDIGADESVANIAVQDRPEDKLARRLKSVEVKILSPPRPGKKCLVIDIDYTIFDLGSTAERPEELARPYLHEFLTSAYES
YDIIIWSATSKKWVEVKMKELGVLGNPAYNIVCLLDHTAMVTVHTEKYGVFDCKPLQFIWEKFPGQYTEANTIMLDDLKR
NYIMNPQQGLVIRPFRKAHLTRGSDRELLGLMAYLAAIAPLDSLEELDHSRWERYIEKHKRQRQ                
>Vcar_XP_002957103                                                              
MQITIATPDGEHVFPIEVDGSTSFADIKAICEVETGLPTASFVLIHNNRPILDRAQHDANDELERLYRMQEDDPFNPELQ
VGGSAKIEEAIRRKNIDENYEAAMEHNPEAKGVLRIGSCGVELPFLSESQIPRDFSAHVEDVSEAEANRRMESDAAAAAG
RTGGDKMDTEGPPAAGGGGVGGHPQPTVAAPVPTPPTGGASGGATAAGGGGGGGGSGNSADLETKISQLMGLGADRTTAI
QALRAANGQVEMAASLLFDM                                                            
>Vcar_XP_002957068                                                              
MQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGL       
>Vcar_XP_002955518                                                              
MANTIQIHVKPTAGGDRITLDVAPTASVADVKEAIAQKNGMTSSEQRLIFKGQILKDDERTIDSYGIVNESVLHLVRGRP
AGASAPGMPPGLQQAMSAAMNDPAVQSMLNDPELIRTLLQANPAVRDVMERNPEVAQILNDPATLREMVRIGSNPALLRE
HMRTSDRALSNIEALPEGFNALRPAAAGGAAAAGAAGDPLAAMLQQALGGMAAAGGGGAAAAAATNAGGGAAPNAAPLPN
PWAPGATGGAGGGGAGLPLPLGMGAGAWGGLGGMDGLGMGNMNPGDMLAMMQNPAVQAMMQSVASNPALMEAMINSNPNM
RAMADANPMFRSVMSNPAAMRAMFNPQNLTQMLQLMQQMEQMRLMGGLGVPGTGAPGAGGGAGAAFPDMAALLGGLGGGG
GGGLGGLFGMIPPAPAAVADPEVAYATQLQQLADMGFFDRQSNIAALQASGNVNAAVERLLGAP                
>Vcar_XP_002955196                                                              
MQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMMIKVKTL
TGKEIEIDIEPSDTIERIKERVEEKEGIPPVQQRLIFAGKQMNDDKQAKDYNIEGGSVLHLVLALRGGL           
>Vcar_XP_002953759                                                              
AAMQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKGEQT           
>Vcar_XP_002953651                                                              
MSGDAQSLLAVEEAATTAPNKPSEDSTSGGASTSSEEVAFKIQFGKNSSDVKRPFDSTVGDLKGEIEKQLGIPSKLQKLM
CKGAALKDDAATLRQAGIKDGSKLLLIGSNPTAVDAAKAAAAGAGAGGEWDAPKTEEPIHKQTQHAKVLAKGVPDGALPG
LAGRQVPLDDKLTAIPGLLDSQGSKVRMTFKTELQQLWLGSEATTQKVPYGTIGKIESWPIEGNEGYSVVALHLGAGGTS
KYWLYYFPSQYVAGLKIRILGVESLL                                                      
>Vcar_XP_002953480                                                              
MQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGL               
>Vcar_XP_002951505                                                              



METEVENAGAIVPAGEARTVPPSTDIVVAGGVGSGSSTYIPDIEGLKKVITHTRAVGVILPPPDIRAIIDKTAQFVAKNG
VEFEKRILSNEKNNVKFNFLVATDPYHAYYKLRIKDFSAEDGQAPKDQAPGAPVPVAPVVPAIPAAPVSVVPKATVKPLE
KPEDELYTAGEFVPVFPTRLQKVHVPEGLTTQDLDIIKLTAQFVARNGKSFLAGLSSREHTNPQALTEPLPALFNFLKPT
HSLFAFFTALADAYSRVMMPEKGLKERLAKDSSDRAAVLDRALRRLEWERHKEKEAQDAADEAERERQAVQAIDWHDFVV
VETITFEDDEDLELPPPLTLRDVIAMNKSREALEALNLQQQEAATAEGIKEADMEMDEEERAMVAEAAAQEARAAAAAAA
NGGVPPPPEGADGGAAPAAAAANAAPEPASEDADAAMDMEEEEEEEEAPIKVVKNYTRQAVRTHAGRSYDPTKFVVSPIT
GELIPIEEMAEHMRISLIDPRWREQRDVMLSKIRETTKATDDEITRNLVGLAVSRPDIFGSTEEELQQAVREEIKDKMMS
GVGRPVAWDGATQGGEALQNQIRAIADSRAETAERNAGAGAGAAGSGTGPSIPQAVTLGPAARPGGGGGLGALPPPPPQG
AMGMQGGMMRPPMMGGPMGMGMGMGGAMGGPMGMMRPPMGMMGGPMGMGMGGPMGMRPPGMGMGMGMGMGMGMGGPMGMG
GPMGMGGPMGMGMGMQRPQGMAGGAAGTGAGGPPPPPPPSSATPAAPPLPREAPPLPAEDQPDAKRARVAGDFVLQPEEE
FLARFPGPSRVKVLCPEVEGNEKLIGQLLEVEVASLSDSVAEFKGRLAAVLDLPANKQKLARDGVGFMRDELSLAHYNVS
PDVVLNLGLKERGGARKK                                                              
>Vcar_XP_002949782                                                              
MAAYGEDLGNQIFVTLRRGDEWPPRTVDVRVRYEQTIGDLKAAAAKALQVPVDKQQLFWHGKELTSAYDSRTLLDMDMHT
GFALQGYDLTVPPKFWPPVKETPEGLVVLA                                                  
>Vcar_XP_002948806                                                              
MKLTFRTIAGKSFSVEAEESLTIGALKDKVQEAQPDCHRDAMKLVYKGKVLDDGTTVGDNQITEQGFIVVFVQPKKAEAP
KPAPAPAPAPAAAPAAAAAPAAAAPAAHPADAYTAAASGLLAGSALETAIANICEMGFAREEVIRAMRAAFNNPDRAVEY
LMTGIPANAGPPPPAAQPPQAAPRPAAAVGAPPAAQAATAAPGAAPAADAGPTALPFNMFGGPAPAAAGGGEGNLNPALA
ALRDNPAFAMLRTAVAQEPRSLVPMLQQLGRSNPELVQVINQNQQEFLRMLTEPVEGDEDDAMAALLGGGEGGEGGMVVE
LTEDDEAAITRLAALGFDRNACLEAYLACDKNEEMAANFLAENMFD                                  
>Vcar_XP_002947992                                                              
MDSNDTTLVIKNPSRSNQHFSINFRLDGTIADLQKLLSETYEGRPAPADQTLIYGGKVLKDNSVRLRDIVSKHDAPVGPH
SIHLVIKQKPTTIGPSPARSVDSKAAAPASRAGSTVNAGTGTARPIPPPTRTVPAFGSGSASGAGPSTEGNTSSSHPSAE
PPFAASGVTSQSDPDDLDAGASFFNSWAPFPGTEAGGLFGAAFGSPFAPVPGTAATDGNPTGQEGAAAAAAAMPAGALSA
YMYYNPIIGGAYQAAYSAALAALSVASQQQLPQEQPGHQAKELAAAAPLKDQGDVAASSTGAGAAAELSPPASTAAAATT
TTTSVPVAQQYAYVPVFIPAYGQVGYPFGVPGGFYNMPQQVSANSRRNGQQAHASSMWPPMPLGQQWHHAAGGMGFGAEI
EGGDLLHLTAFLDALEGRAAAAGGRRPGGRGQEAGMSHAQGGAGGGAARDGLRVRRARLVPLGVMPGNEQPAAEAAARNR
AGAPRRPRVFTIRVSARALLQALVFAIVLYQHFTWRRFLALLIGGAVLLITSTWAPFRRLMRGIHEVPQRPAVPPGRGGG
PAAGPPAAAAAAAGAAGAAGGPAGPGNGGAQQPAEQQQQQVQRRGFLYEILVFVVGFITSLLPAWNFNPEDAAAFAAGQE
VIAADERARQQQQAAGEREAAPAEGAGAGPAQEGAPAAAEAAAPDQ                                  
>Vcar_XP_002946795                                                              
MKRYESIQRSLQDWALETAAGRGSVQDIRQQEAQHLLVNHREYLQLVTCSFSRRGRPSYALRTANPALAQKMEALYIAQF
KARGPCSFGRRGRAAYALRTETKVQRLCNIANISADVVLRNYTLTAYEHTPFNSVGARSCALNDEDSWNLGRGVKSSRLL
SAEPSPQIPIGPADASRHAMLAIAARQIYDRAYGSGFVLPLEARVKPLATQGPGAAEDTTSQLQPAGEAQELTSEPAVAD
TAALNVQAINMQPFEITVRDFRGRFHAVRVCGGTSVSQLKAGIAASLGCSVVSHWRLMHEGRPLVDELDLADHSISAGAV
VEVQMTSRLPFHLKTRTGAMNSAIALGTGKDGVNSTSSMAVGGGAGAGAAGGGAGAGARAVVATAPNCSAAWAGPAVKGA
GAVQQVVVQVLLPCGRVIQVSRIASEDVQHFLHRVLEMQKSLLQAPPGSPPSLLPHASPEALRGQLPACSIKRGLGPAGL
LSGLEALSRRPSCGPANARHAVQQQLKGGAVGQKLLVLLLTAAAVVVAMAVL                            
>Vcar_XP_002946768                                                              
MSSSPIGDNLPVGAGGDVLIKVKTLEPATYEVHVDRQITVSDLKQKLEGIIQNSPANRQRIIYRGRGLSDERTLQDIDTL
AVLPMNSLSSPGVENGDTLHMVVRPADAPATTGGGSQQGPSQPQSAENRLEEDTRRILEQINQTMNLNLGMGFNLGNSL 
>Vcar_XP_002946472                                                              
MIEVVLNDRLGKKVRVKCNEDDTIGDLKKLVAAQTGTRPDKIRIQKWYTIYKDHITLADYEIHDGMGLELYYN       
>Vcar_XP_002946219                                                              
MQIFVRTDRTHLLEVSPAQTVADVKAAVEAIQGLEAAEQRILLNGVQLEDSQVLAEAGVSDDSTLMCLLRLLGGAKKRKK
KTYTKPKKQKHKHKKIKLRVLKFYKVDDSGKVQRLRKQCPNCGPGTFMATHFDRVYCGKCANTFVYEGGAPAGAPKPKPA
AAPAAAAPEAPAGKGGKKGKK                                                           
>Vcar_XP_002946055                                                              
MTQTVGKRPAEDMTQVKLNVKWGKETYNDVEVDVSQPPLVFKSQLFALTGVPPDRQKVMIKGALLKDDEWGKSAPKEGMT
IMLMGSAEAVPVEAPKNIPKFVEDLPEAEQEHLETKRFGAGLHNLGNTCYMNSTLQCMFAVQPLREALYKKASGAGGDPT
GRLVTAIAELFKDLESGGAPFPPYAFLVALRAKFPQFAQQTQGVFAQQDAEECWTNVMYAMREKVKDEDGNPVVDKLFGM
RTRLRLKSDESAEEFTEDGMTYTLKVNIEEKTAHVSEGVALGLKEERERSSVAMGRTVVFRGGTSLTALPPFLTLQMMRF
FFRRDNGQKAKILKKIPFSLEFDAFEFCSDELKKELEAPRVAYKEAQDREIEAKKLAKKGPGPSAVATASAASGTLTAAN
AVADVDMKEAAVASTSAPTTSSSTKLSMTGKYELVGVVTHKGRTADSGHYVAWVKQSSDGTWVCFDDDKITVRTEEEVLQ
LSGGGDWHMAYLLLYRAIMVDMSGAVPAAVSEAAQPAAAMETEGGSSA                                
>Vcar_XP_002946045                                                              
MKLEILSRSGHIIATLDVNPDASVSELKKKFYGLKRKYYPSRQRFTLPVKPGEKRGTVLEDSKRLSDYGLADGGKLEFKD
LGPQIGYSTVFFWEYFGPLAVYPLFFFLPKYLYPHLEAPQQHHLVQKLAVAYWCFHYTKRIIETFTVHKFGHATMPIFNL
FKNCAYYWGYAAYVSYFVNHPKYTPPNEKVSLTCLGLALLMQLGNLRSHIILSNLRKPGEKDYKIPRGFLFNYVTCANYT
FEIWGWLLFSGAVQSIPAYLFAITGALQMMQWAIAKHKRLVKTFDGKDGRPKYPRRWIIFPPFI                
>Cvar_EFN60004                                                                  



MVFVRTDRTHVLELGSTATVADVKAAIEARQGIPAAEQRVMFAGRQLEEEASLGACGVTDDSQMYVLMRLLGGAKKRKKK
TYTKPKKQKHKHKKVKLRVLKFYKVDDSGKVQRLRKVCPQCGPGIFMATHFNRVYCGKCHLTYVYDKEGQTA        
>Cvar_EFN58480                                                                  
MQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLVFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMMIKVKTL
TGKEIEIDIEPTDTVQRIKERVEEKEGIPPVQQRLIFAGKAMNDDKMAKDYNIEGGSVLHLVLALRGGC           
>Cvar_EFN58312                                                                  
TMQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLE                            
>Cvar_EFN58270                                                                  
MARLAVLCSSSGKTVELEVGSHARVEVVQQTLAELTGIPKGDQILMCEGARLDGAKPLAAYGLPWEEHDKVHDVFLYSRA
HLRPDAPLPPPEQLPECPLDLSGLEGIAQQRHRLDEAGSPLLRLLPDYQRQFQAHLLQANAAHEASQQRMATCARLVSEQ
EVQALSIDAATSNVELHYAYIRDSFGAFMARYQQQHAQHAEVLSRFEPDLQHLAATELHPALRGSEEGAASLAGLVSAEA
LRESAAACARGHQHFGGKVAELEGLFGMLKADVEALFMQAPSVDLEALTRQLEEQHGAVDEQGSIVAALSSDLSKVAQLV
EQAGEAAAAADPAASAHVSDTVHMLEAMREAHVGHLLPRVDGCRAAVEAFAAQCLDCKNALTRDVFTQLRTISSQQSKIR
EMKNKLALFREALARQEGAVQELLVVRRVPAAYKQCLAECVRRGAFMEKYAHSAAQLAERMGAFREKELAMRDAFRKHVE
RLIPAQLLERMGLLEQPPHCQVSVSSAEGERLLGVTVDDVRRIQLPWAPASLLAPPPSPTSAGTPGGAASGGSSRDGSLH
PSAAEQQQQEEEAAAAAAAAAEVDVTSMLQLENAKLRAEVASQIALDCIRADGLAVELQSQLGASRRQAAAYEARIHHLE
QQLAAAAAAADGRPGAAPGCAAAPALLAGSGSQPAPLPPASAGGSPTGSAASSMALSGGSAGTASAAGGSVSGSLTAAPA
AASLPASPTAQQASTAAARLSSSVDAAAGSSLSGSLRAPDPSRSLGHSSSSCLSW                         
>Cvar_EFN57716                                                                  
LQDQDGLPVQHQCLLYSGRLLDDAMLLAECGLGAGCTVHQTGRLLGGKPVKVKIITNHLSCGQEVIIDLDPNAGKAEIKR
KLETATGVPASQQKVMLSG                                                             
>Cvar_EFN56802                                                                  
MLERFKVGTPLNHAIVMCHASLRHPLGLRKVADDKEISNAIAGGIAGAITATVVCPLDVLKTRLQVQGKAGAAMYKGVGG
KTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIT
LEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVE
SSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLDLHRIVEWQFQRAGSTHPCPCWQNEMIQR
AASAGAATMMITNPLWVIKTRLQTQNMGIRMGASGNPALYRGTLDALIRIAREEGVAGLYSGLGPSLLGVMHVVIQFPLY
ESLKGRFAAQHPHDGGDTLNLYELILASATSKMIASTATYPHEVVRSRMHIAGTGAFTGFARTCRQIMVEDGVPGFYRGC
MTNLLRTTPAAAVTFTSFELINRQLKHWADGRPAPPPRQRREQAAAPPPGGSEEEEEWRRHAQHAHGHARQQQGQPRGER
QQQQQPAAGPGGEVVEAAAAPIAPLFAAASASSSSSSSGSGGEQPFLVAWQAPQPALAAKTHQSPFPPPCPQSGPPSTAN
VASMQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEDQTCLPVRIKLVWSLCRWYVLSTLPNPAAAAGIPPDQQRLIFA
GKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQL
EDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGR
TLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLAD
YNIQKESTLHLVLRLRGGN                                                             
>Cvar_EFN55612                                                                  
MTETAVVPTAATEPQDGAPPPAGGGEQQQPAAEDRKRSLEDHGECIAIKVTYGKQSVTTSRPLLSTVASLKADVAAHTGV
PPENQVRKLLFKGMLKDEQTLQAAGLKSGSKVIVMGSRPEEIKVTKLGQAGAAGGGGGDWDDKPPSEPWSEQEQHKKVIS
KGRPDDGWPGIKDKQVPLRDDQTYIPGLYNSQGTKVRLTFKAELQQLWVGSAVSTQKVPYNTIAKMESQAIKGQEEYSIL
RIQVGSSASSNLWLYYLPSQAVSGVKMRVLGVGALL                                            
>Cvar_EFN59207                                                                  
MPITVKIKQVTGGDTLEVETEPEVTIGELKEKVGEKLDAEATAIKLIYRGQILKDAQTVESYGVQGWRGVHSSKAR    
>Cvar_EFN58987                                                                  
MELTIKYGRETLAVSLPPDSSVAELQEELEKLTGLMVRKQKVMVAGKVISGRSGSLAAAGVKPGAKLMLLAGAGAPSQGQ
AALDAARQGRQQALERGRQQLAERAAQKGIAVAAASAGHPSAASMAQRAEAWSKTGIAALRDLKLAQLPAELFSSSVAAR
VRVLDVGGNALTALPPAISQLTALQRLRLSINQLGDEGGPWQLLTGLTQLVVLAADDNRLTALPACIAGLARLQKLSLAG
NQIASLPDGIGCLQQLRTLGLRGNRPAALPPALGGCSQLVELDVRDNQLGVLPPELGQLSSLKLLLLDNNRLRAVPPEVL
TGCAALATLSLHGNPVTAEELREMPGWRQFDERRRSKYDKQVDMKVLSGGFDEGADINEFEHWNS               
>Cvar_EFN58677                                                                  
MVRSRSMYVRVKREKLTVFMHVDPTDSVAVLKGKLQELLQKPAEDQRLYKDGVLLEDNKSLVELQVECDDELAVAYLTPT
DGMRHAGNHFEAVAVERFDAGVPKDEEV                                                    
>Cvar_EFN54689                                                                  
MQIFVKTLTGKTITLEVESSDTIENVKAKIQVRVPSSGCQGTAFRQCGAPTAASAACSGAPTQLPALAVAPRCQQDKEGI
PPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGG                                        
>Cvar_EFN53967                                                                  
MASGGGDLVIGLQVRTMATGNHDVEVPAQATVGDLKRVLVRPTGLPVERQRVIYGGRVLEDGQALAAAGVRQGHVLHLVE
QDPAQQARQAQQAQQQRQQQQQGQQQQPMDPSQFFRALFGGGAGGAGPPPAAGDVQAQVLGPFHITDASGWQQVQQQMAA
ALAGMPMPQPGAGAPQAGGGGGAAAAAAAAGGAAAGGGASPFNFGNLFASPPAGGRGAGRGRGGGRGGRGGRGQQAQAHH
AAGLQGWWDAQQQHMPLLHQGEGGPHLFEGLGLLLAQMEAGEGGGGGDGTDVLPAIHQITPGAPRCAVVLCPPRPRAAHT
PAPLLCCPVLEPRLDACRQLEGVPAQHRAAWRRNLAAWQRSFAAAARGVLEQAQLSGATRAAINRVLQAAGAQPLRLSAA
GGSSAVERRVRSFPLLDSEEEGDGAAGAATPPPPLAEAMDTEGSESEWEEMGEEELAAAAAFAVAEAEDEAEAEEEEEEE



DGRVDAYVSSGDDEGPPVLAGLDDEEEDEEDEEGDMPGLASVSSGEESGEEQPRPWQRAGGAQEPPQALLPTGDMLLLGA
VALGELTRRLLLALGAPTAPPPAGAGAGGQAAVVAAAVERLRQLTAVPTSPGPARDAVAADVRLLAARMSQLGAAAGELM
RGMQYLGSGVEQRNVYLTHVQPGYLSVQDGSARVALPRPQRVAFMPAVVDIAVGHGPVPGAAPGGGGAPGMAPWQQILGG
ILGPLIGGQMGGQMGGQMGGAAPPAAAPGAGQAPAAAAARAGASAGADAGADQQQQQPQQQQQQRVVRIQLRAPQGQQVP
AAVPVGGGAPDGGIGGGAAGAEQPAGLPPQLAGMAHLLLGQLGVRPEAQQEVLGQFGGIMSALRQTSVASLDVATISREV
GEAAVRQTLQVLHTMRAEHAAALAAAGEAAAPAGAGAGAQEGEAPTPAPGAAAATREERMAAFGRRVMPRVTGEVRRVLQ
AHLARLRDSPAVAAFAPSSLRAEAAVEAGAGAGKGGAAAAPQPPAATAARPVSPGDAAPADGAAAGPSGSSTAAGDGSGS
GSGSGSGAAAGKAAPAGMGKGMLLPRKPAKKPAGPAPHPAAARQAAGAAEVTAAAAAAPAAAPAAAEEQPAAEAAGAAAA
AAEAEERAPSAAPSAAAPAQPPARSASHGGGEALDLASLLGGASGRGLGAGTASGTAGTAGGGGLMGMLQGMMSNPAILE
MTQSPAMQRMAEQARQAGAGQGWGGGGAGWGAAGAPGVPPGLWAPMLGLRAILAMLSGGAGGGSGGGAGGGGGLAGMMSA
MAPMMGELLGGMGPPQAGGRALPGGRAGARGRGPAQPAASLDEALAACLPPHEAQRWKELIEADGEQQRRQLLDCGDGGE
CGGQAPPRPAAGLLRLLDEEEEAEEEEEEEESEEEQTRTAGSPAAAAAP                               
>Cvar_EFN53651                                                                  
MQIFVKTLTGKTITLEVESSDSIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGHTLADYNIQKESTLHLVLRLRGG    
>Cvar_EFN52197                                                                  
MQTGKTHTVYAHPSWTVGNLMWTIEKMEGIPIGFQRLLFNRKLLVGQDTLEQHKIGSQSTLHLFLQIRGD          
>Otau_XP_003083523                                                              
MVRRRTANGRATGRARGIASPPRPRTSQMIKVKTLTGKEIEIDIEPTDSVERIKERVEEKEGIPPVQQRLIFGGKQMNDE
KIAKDYNIEVERVALGVGSARRRRRARERRARGGAKQRLTLRQG                                    
>Otau_XP_003082269                                                              
MGNDECVTDDGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKA
KIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQD
KEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGI
PPDQQRLIFAGKQLEDGVHAPLGAPLARWPVSLVIHFVLADHYYSRCS                                
>Otau_XP_003078176                                                              
MGSLEDLGDADDESVRVRIRVHPRGEHFVRVPKTVRARGERRGRRISARSDGRRRMARTPAVKEIVERASGVPATRQRLL
ARGRVLSDDSSMESARVEDGDTLLLVTSEPDESGGREDGERSAEAGAASEDGQGEQAGVMGDLSSMITSLLTSNPAMLGA
MAGSGGSGALTVEFSIGGPPPGARAVAASQRARGENGGGQPVERGGASAASAQLSPVDTLRRYIHNVERLLRSMQHSEPR
AISVGGSEPMPMETPANVNQTETHAPPIHFGVQCDACEINPVRGTRFKSVAHDDFDLCEECFRAGRGAQCGPFARLDLPL
PAGLPPVIAHANADDMDENRTTPRQESEEGVATLGTMLSTARQLAHEAGPLIDNIARRYHPDSRENTVETQAQSLQLATL
MHSVGALWCELARCIAVVPPPPNAMTPEGAAIAGDDINNARSLFAYPQTSHIASSGAFAHTRPPGMPRHDQDANVPQVGQ
RNLPNVMHILHHLQGPDGAHDMDSLPAELRAMLMRQASQHAQHAPPQAQTGSQPAVQPTQPATQPTAADAQNAAETRRNE
VRDARSSQRALSRLLGSVLRAIPSPSFMTQAGATGATQAGATPPGANASRSSLIQDMYSQIIGSPPRQSQIPEQRNPPDQ
AHRDRVAPRTVDVPNVSAQDNTPTRARTRSESKQDDTDDRAAKASNTGNGMSPAASAARLVIDERANSAMGQQASTSSDR
QGKKEDKE                                                                        
>Mpus_Micpu154788                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGIIEP
SLLVLARKYNVDKMICRK*                                                             
>Mpus_Micpu51948                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGGKKR
KKKNYTKPKKIKHKNKKVKLAFLKLYKVDDAGKVTRLRKECPAAECGAGVFMANHFDRHYCGKCGLTYVPEGVKK*    
>Mpus_Micpu59193                                                                
MHVRVKRGTKTFFILVHPSETIMELKQKIQSATEIDFPPTGLHIERQRLTSGPNMARVLEDRYQLSQLKVDNDQVLALTI
RADGEDESAYEDVVICEIGTPEAEAWIAKEEEARAKEREETAARDAAEAAERAAQMKLDDVVNREKEGGGGGGGEGADGD
GDVVAEGEEEAAAKKEEETPAADDDEPAAAAAEDPAAAE*                                        
>Mpus_Micpu30357                                                                
MPPTTIHVKATSGSKITLDVDLSATVADLKALLATPSNADCEPSRQRLIYKGHVLKDEKSLESYGLAADHTIHLVKGPAP
GSGAATTTTTMTTTTTTTTPSPSPPAPAPARADPFGFLGAMSGGDPFGGMGALGGLGGMGGDMMGDVAAMQRRLAENPGA
TAELLNSPAIRSYVDSITQNPETLRAMFESNPQMRAVLEQNPELNHMLNDPETLRRTDPANVRAMMQMQQAMRQLSGSGL
GPDVAAGGGGFGGGFGGGFPGAGAGAAAAAPSEPPETLYASQLAQLKDMGFFDEAQNIRALQATMGNVSAAIERLLSQ* 
>Mpus_Micpu40880                                                                
MKLHVLTLAGAKELTGVESDDTVDALKRRLHEAALVSEEPSGQRLMHAGKTLNDGELLSDAGVVEGDVIVFMARREKDSE
TNRWEQRDANKPVPDLSEINRTMLSAKAGVSVAAADGQEGAGSVEESLQGLRIADGEDGAAAESRGRGGIGITLPEPDAD
ALKQIVEMGFPEARARKALLLHRNHPPAAMEWLLEVGDSPEADAELTEEQILQLVNTALPGRAMLMPGQQATPAEPAEPE
EAVVQRVMEMGFPREDVLVALRATHNNHDAACAWLLGERSGVVREQMTVAQGNPESMQMLLGDILSHPAIQQGMQSERVL
QAFQAMIEDPSSAHAYLNDPEVGPILLRVHSILSRVAGQSAPP*                                    
>Mpus_Micpu189983                                                               
MADAATSPPEPREIRIRVRQQEPEGQHALTVPSDVEVTTLKSSIETACGVPSARQRLICRGRVLKDTQRLSDLRVEDGDT
LLLVSRPPDVVGDARNDDIDHAAATQRAAAAGDFIRIPAGSNVQLGSVSLPTSALGGAQINAIVGGILNDIGGGGDAAAA
MAAAQAAGITPESIAAMTDGSSMSFEVTIGPDGAPRVVRRPDPADADAAAGGGGERRTVTFERAPYDPAAVITAHVAALT
RALVDMDADDAGGSFASTPGGGPPTEAPAAEAPAAEAPAAEATAAPLSATPDARNSHAGVQCDACGIMPITGERYKSIAE
GDYDLCAACHDSGRGTQAPHAPFARLPLPLPGMMPPPTSAPRVVVDANRAEASPEVGGVAAAQATATAPAAAGTETRTQT



QTQTPPPPIVRRVPPVVTSAEVSNLLRTGADVVERAMPRIRTAASDIEAAASASRMDADAARGQSSALRAAMTLHNAGSL
LMDLARMAMSVQLNGDVAAPPPFLSTESFLAGGAIGAGEATNAADATTSTETDAEATDPFSASGPTTTRMTPVAANAPDD
SNFLAPALMYLDPRGGTQPLSGLGMRPSVRSAGLSDLLGGGGGGGGAHGGLSAQLSGLAGLSGFAGIGDTAEAAAAAALE
RWAREGLMDSANRTAPAASAPAVRPPPAPPPVDRQLRAAQRAARDAREAVAGAWSDGQTPPDALRQMLSQLESQLERLQR
RHDQAATAMHAALAIRDGGGAGGAAAPSPAPRSYPPAPARPGGTSQYPPPPPGGVRLNSNSARRRRASPSTRTTSDAQTP
PPPPTADTSTGMRTPPNEEEEASAGSGSGTTNRRRSSAEREEEDARRRRRREGRRGPLGFLANVFDAVRGGGARRDRERP
RRAAASVKRSQGTQASPAVATDDTQTQSARMDSVSTNTTAAAAATDPPRSSFRFEFNANTLGGDAAPPSVLAAAAAAAAA
SSTTAPAIANGGVTHTTSVDSNGRVVHRFQTVTVSRAPSAAPAPAAEGEGEGARDAPPPPPPPRASESADSSGTIPEAFQ
QMMSAVLGSLDSARQQQPAPDRRPAEGGSAEGSAPAPQMFQELMSTLLNNLQDVTGGAATDGARPTTQRLRLVPVPGGGY
TLAPEAAPASASASASASASAPPPPDPAPVVAAADMEPDPPSPPPSPPPTTTWTEAVDDTPPALPEASDASVDVPSSSPE
RSTAAAAATTTTRVADAREAAAAAAEARLAAAGTPEPNEETHEVARGLGMQLPARRAARKSPSTHPQAPLD*        
>Mpus_Micpu28921                                                                
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLE
VESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGN*                  
>Mpus_Micpu54544                                                                
MHVTVTTEDDAIVTVDVDPATVVENLKAILEAETDVPTREQVLLFNGGELANDDVLSAKNVGEGDLLMLLRKRGGGGGGV
GAAANGANDNPTAMRPDGSAVDPAAFQRAIRADAHAMQSLRANNPSLHGAILNDDPSAMQQMLRDAATARKRAEDARQAE
IDLLNADPFDLDAQRKIEEAIRQKNVDENFETAMETTPEAFGSVIMLYVDMEVNGHALKVFVDSGAQMTIMSLGCAIRLG
LERLIDKRWRGVAKGVGTQKIIGRVHQAPITVAGSMMPCAITVLEKEQDMDFIFGLDMLRRHQCQIDLKDNVLRLGTIEK
AIPFYTLAIPFLGESELPSFAKAMGEPEPEEAAGGAAAAAAAAAAAGGGGGVGGGGGGAAAAPAPAGGGGGGDAEGKVAK
LMELGFDRAKCVEALQACGWNEEHAASLLFSGGF*                                             
>Mpus_Micpu127791                                                               
MQIFVKTLTGKTITLEVESSDTIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGHCQV
PCGIFDDPAMIAELKEACATIRKAMAQITELSAAPPSAANFNQMTRWVMTKEEHCGRIIAKVSEYCLCQRVKVELYKDAE
EYKEALRLHHELMQAAMKAKQTVDTAGADALEHALSHVAAQYTKA*                                  
>Mpus_Micpu52358                                                                
MRVIVAHSGETVELECDADTRVETVATALAAATGVDVADQLVVFAGRRLESSETLGAHELPTAAEPPPPPPVDDDAATTP
HPKPSHVFMYMKSLLRPEATAPPVPPMVAVAVEASPPPPPPPPPATTAAAADHPLDASPSPLARALPDYERDFRAHAQRA
SSFARAMRRRFEHCERLILETHAMALAVDAVAENVDAHFSYIARRQVRSIHWFPYDRVGVVNVIP*              
>Mpus_Micpu149350                                                               
MIKVKTLTGKEIEIDIEPTDSIERIKERVEEKEGIPPVQQRLIFGGKQMNDDKIAKDFNIEGGSVLHLVLALRGGRL*  
>Mpus_Micpu186515                                                               
MASPADPPATFVVEVKHGKDAMKIDVATDETVASLMETIQDRLGVLTKHQKLLAKGKVLEASKSIAAQACKGGEATPGGK
VTVMLMASKGGGGGGAPAPPTAGQAALLASRAAKAAKLADARRASSRASETTTHDAKRRAAAATTASREAAWEKTGIVGL
RDAALDAIPDEVCALRDAARVVDLHGNRVAAVPPSFAALTRLTRLRLSGNALTTRSIAWMEVCGALSSSLQVLAIDDNAL
TGELPGDIGALRELRELSADGNEIDALPSAIGDLARLERLSVARNKLTALPGELSRCARLDAIDARRNRITAIPEALSEC
AMLRALALDDNRVPASGVPSALLSFAPRLCELSLRDNVVTMEELRELDGWGAYDARRRARAGKVLESGVMLGDKAFDEGA
DIVRFARH*                                                                       
>Mpus_Micpu149509                                                               
MIEVVLNDRLGKKIRVKCNEDDTIGDLKKLVAAQTGTRPEKLRIQKWYNIYKDHITLEDYEIHDGMGLELYYN*      
>Cmer_CMC045C                                                                   
MQIFVKTLTGKTITLEVEPSDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGLIEP
SLAALARQYNCEKMICRRCYARLPARAHNCRKRKCGHSSNLRPKKKIK                                
>Cmer_CMD018C                                                                   
MEGEPPRTTSENEMTTSNEAEESAFELHFKSSTGSKFTLPVQDLEEKIEALKQRLAEPSGFAPETMRVIYKGRVLKDAET
LRELQEKYGLESGHTMHLVRGVRPAAAPAGAPTGSALPGVGGPVPATPASAASSAPSLGSSAGSAGNLAGSTPTPSSAGF
DMFGQARAATWNGTAANASAATGAPLGYAPDAASTGANVGSAGAGGGSSSMQRLQQQMQQALLANPNAMQEILSSPLMES
MAENPELMRALMMANPQIREMINQNPEIGHVLNDPGVLRQTLQLMRNPHLMQEMMRTSDRAMANIESMPGGFDALRRLYT
DIQGPLESSGPMAPGAGASTFTRATPSNPTSSDTGNGRSSTTLPLPPSWAAGATPATTGNNGSQMPWSSPDLSEEAAVRA
TRAILDNPELFRLTQEQFIASDTFLLANPMVSAMAAMNPQMMQALQDVQFRRNLFTREFFESTLAMQEAQLRFRRAIHQA
LLQSGYDPAIATTPQPMASATAGGPRQTRGATFTDPTAQMTREQLEQHFATQLQQMREMGFFDTDACIAALRATGGNVAA
ALDRLLNGS                                                                       
>Cmer_CMK054C                                                                   
MRLTFKTLDNKNLSLDGISPDTTVEELKRELGGREEFRWDPARTQEARLIFAGRVLSDPTQKLADCGMQDDDFLVVMPPR
VATQRSRKTASVSSADAQLKTPLQAGLASEATDSATIASEASRGIPADSPPASVSAKSSGATPAESGALSQTPQVEGTTT
SGIASSGLAVGDEYSLYMNRMRDMGFDDGSIERAMRAAHYNPERAIEYLCNGFPANTESLTEPLNDEARRPEHQTLPAQA
GMDQTSRPAEAVHPELQQSRSELDIIRRLPHFALLRRAIQQDPSQIQSLLAELRRMNPRLLDIIQRNQADFINMLNEPVT
DEEAGREMRQLRELVAQQGRGNMYAGADAPSMEPTNAIRIEVSQEEAEQLRQLEQMMEPMGVSRDTCLQVWLSCDRNTEL
AAMHLMDNLEDYTAEYGAESDTDVGDHGES                                                  



>Cmer_CMK296C                                                                   
MQIFVKTLTGKTITLEVEPSDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGYIRV
VVEDGEGAVSTGYASYPTTTTMGSSAETAEAVSTSELSKSSCPRCAAYASINGS                          
>Cmer_CML042C                                                                   
MLAGTACRPPHQYPGKLFCFQLRSEPSETMLVKVKTLTGKEVELDIEPHDPIQRIKERIEEKEGIPPQQQRLIFGGKQLA
DDRSAREYNIEGGSVLHLVLALRGGHVC                                                    
>Cmer_CMS076C                                                                   
MNQMDVPRGTPESSDADQERPPGSPGPGACSSTARSASHGTAGAVRVLLKTPNIVSDAAGRSYVLSVEPESTVGDLKRRV
HLEHPFHPAPEQQRLVYGGRLLQDGECIREIVGMSRAVVGELGDDARASSCVGSNGTETGESASPPLFAVFHLVVTSERG
LTSAERSTGITRDAVVSGQQLESLASIEVNSAPSTNSGEVLTFSDASRERLGSVSDAERSPALSAVAAGRQEGSSDAALF
DEAWALDEGQSQPQSQQQRALDADSATTPATAWRALSNATAEQETRQPSEEQHNGTEHSRNLQHRLDAARASTNAEQASL
HVRLDEQTLQLVQAYARMLRAYEEYNRCLTEYYATHEAGGVPPSYLLANHSQSSGLSASSGHGTGAAARSSISRSALEAA
ERHQLPGNMLRAGAAGAIPVRMIAIRVRMPALDWALVSKLTFMVILLSQDGGRDRLLLLIGLAVLIYLFQTGALGPLRRY
VESLSSQLWARMQMQTLVPATGESGARPVPRNSSSASGRDASFEAAATSRQEPLSTRVLRFLRGLYLVIIAFVCSLIPTW
RPPPRR                                                                          
>Cmer_CMS291C                                                                   
MLTLQVRCFNGKKISVVPKKGVHTSVYEIQNEVEKSAGIPVTNQMLMYRGQVLDNPQQTLSAYGIDEALTEVTMSVVRNV
RPGITADSATVSSSSSSSRATKSTAAGASSDSRNSRTATSGTASAASAGTGGAGAGSGSRAGLADVESLARQLRNLGTGS
SGRGSRSSGANPAMADPNALLQSLLAGNSGAAGGDQADTMNWLQQMTQLMGGLWESPAMQEYLSSAEKQEESRQALLNNP
FLRQWMDADPQFREVVEDPQKWAESMRAARELFAQQGGLSAATEAAGQTSGAARAASALHAAAGSDRRHHDGVHQTSSRL
MVDTGDDERADDAEAENPAKESARLRDERTRELARAQGLNLNELSIGYGFALGQALLNSGFGLDHELVIRGFRDALAGKE
FPVNIAKYERQMGILQGIANDVVGEINLQEAEAFFETAKTMPELFNVLEPDRIVWEEVDDAEPSATAGGSHKKCESDDVN
VMMVLQGRLLDGRFFFTCPSDENGEMVNPITMRVGDAPPALRKIVLDMHEGEARTVYVHPESCENMSEMFGQMLPKNALL
IFDIELVQVDVPMEEE                                                                
>Cpar_678Contig10950                                                            
MRKAPTRKLPSGGGATIAQAREIAEQLIQDALTPLKKSIAALTLRVGELEAVSRSGPSAPAPSAPSPPPYSRATAHGTAP
SRARADGTHLPELRRQAYTHPPALERAPQPLAEEPAADPPWEFFIESTISGATLKVQVQPTNTVLELKEWIEGEEGVPVS
EQARRAALRVITFEGRPLGDRRQLAECGLSSISKAPEKNFIR*                                     
>Cpar_10520Contig53397                                                          
MALKLKALPTGTLDELAALEAAEAAIEVTFVLPDGSKSSQTFKAGQPIEMLKVAVQTKHDIPYGEQKLTLNGKELPDPLS
LNDVPEIVGKKAIEVKVSKR*                                                           
>Cpar_12374Contig57247                                                          
MSTVGQIRARVSQEAGIPVALIRLISTGKELKEDGRTLAGALGNVSDRVTLHPPASAEGAEAGPGALLASPEHFDCLFGM
LRLDPRVWDLLMQLPTNERMLSEIRALETAEHGALDWDALLDDKSTFRLYYSLQPQEAGAPEAAASAAASEPWAARFQRL
GGADRLFAVLYRVDFSDPARGAKRKPCLALLLRLLASFYLAEAPARPAAEAEEAPWPSLGPAPLPPAFAPDYFARSLLC 
>Cpar_13383Contig7251                                                           
MAPITLQVKSSTGAKFTVEVEPSETISALKTTLEQKSEIPASQQRLIYRGRILKDDLTIESYIENDHTLHLVRNASQSST
GASAAAPTAAAQTAPAATAPAAGGQAAGMDPFGMGGMFGGFGGGMGSMMNNPELLRSLMMANPAMRQVIENNPEINMLND
PQLLRQTMEMARNPELMREMTRNADRAMSNIEALPGGFDALRRMYTN                                 
>Cpar_15054Contig8988                                                           
MKVKVKALDGREVEIDAEPSDLVEHIKELVQQQFVAPSEQSLSFGGRPMEEGRTLSDYDIGRGSTLDLGVNEDIGGDDPY
LSSGNADDTNQQNEDPFKGMMPRGENESDDDFLARQNEWIARHTAVPDYSQNNQHNPGPYGLSAEELSAAGLDDLPPGPP
GETPYEYNARVQQWINMKNLNNSGSTNPPSDPPVPSNPPSDSVTPPVVPSEPPVDPVVPSEPPVDPVVPSEPPVDPVVPS
EPPVDPVVPSEPPVDPVVPSEPPVDPVVPSEPPVDPVVPSEPPVVPSERGITVPIRVKGGVTGLGSVKNVEHPSYGRGPV
LIQPESVGELEPAPPVLGPFRDLLPAEASFERAPELTEGPAYADALREASIQDDLSVAKVQAALTRALVEDQCSAQDGFH
VKQVDFVRPFKVGEVLGPAKVHIHGDAEYTADAKRATWITQPYERRGHDEKTVPVKEKFLETKQQVKVDKVVYGEKQIIE
GEVIKGQPGATTWDWDTQDFKPTGPMVGKCGTATCGMKKGPKQYTEQKTCDKLVIENVELKEVEYKDFNQYKLHVDDSIP
RLCQNTLPKGLLKAMAAKNIGIESLFKADVNFNVVKTEDVTACEVQTIAKQAFELKYDEKHTLKWKQPISKECTKEWTQD
GIEYGKGTYEQTDQADITGYIQPGAELGQINYIRQKDVSRTKCDEKTIEHRDEEVPTGPAKYDVEKIRPWYRDGKIVEKK
LSFIEEVEKSDKITFKPSGVVEQDAKYFTQFQKCPLLKVAPNNKCDLTPGQKAAFKGHLSSDEIKCVDKAAEALVIGKCA
IVNGKWAPAPTGRGNEQIHESARPAYKEGEEADPTDTSPEGILATLKAAYAKELEEQLERQDRVLDIQMRQERIQMEMSK
VQQQLSEEQLKAPKDFNQGRATLLQRRLDDLNDNYDDTFKDMGELHQSLAKHTQDVNELVAKVHERAAGLGLDAVAVEAE
LEGLRRGMEEQHNLQNQEAMMRMEMLRNHPQMEPFDVQAKAPAPLHAVTDEDGYTLQEPRIYSEFDADAKADISPPPSGA
CVATKMQREAVLPEGGADFEGEGEGLERAVPVPYGEDYVLVDGEVYGQLADGATFPLGAKLLVFQGGAFADAPVDGPAPA
FVSVPFPDGHAVVPKAEFDNLVGGDKIYTHDGLPLALNTAGQFFVANRGNIFESVDVPLEDGTSLTVDRDYFDTFVANSY
GQPFAFENGTYTFDAQTGLAKRFDDGQTDSFGDFPRLQDTYNTTDLSYTHNTTSLPYTHNTTNPLPYTLNTTSLPNVPNY
LPNTHLPPNPYMNNSIGPLFRLDEASQQAGEDGEGEGEGGYVDALEGESFADDLLAAASATDAGADEAGSCPVGGADAGG
AC*                                                                             
>Cpar_23650Contig38973                                                          
MAEPAQAPPAPAVVMLVIKNPSGLQGDHKLEAPTSWSVERLKEELSRTYATRPSPECQKLIFAGRVLPGDEELADVFRMN
DLSMPQTVHIASGSSGPRSPSPAATAAAAQAAMAAAMAAGYNPAMYGMAGQQGYTAAQQAAMQMQTR*            
>Cpar_24695Contig40999                                                          



MPTHRGGTSLIKASQEKVAVAGQARSGFTEGPMRVFINVPESIEPVALELDATATIDLLKRKLQDELSCPVSHQTLFKNE
ERLDNGRTLQQCGVDHGDTLYLILPDRAEPLKRDKGVVPEGFDKRGGARRLTVPMMQTQHDGDISGLPQSVQQHFAALRM
ADKLTGGPDAKADTAAGYISGGSGQFKYGACSIKGMEYMNPKKENQDAYFIIEPFKKTGILLGMFDGHGAYGKLASNYAR
DKLPAILEKGKIVPGKSMDAFREAFIKTDKEMKREYKDRVGYSGTTAIVAMLIGDDLYVGNAGDSRAVMATIQDNVVKAV
ELSDDHKPDLPEERKRIEKCGGRVEPARDMETGEYFLPMRVWLKQINLPGLAMSRSLGDAVSHSIGVTPEAEVKIDRSTD
KFLVLATDGVW                                                                     
>Cpar_27152Contig53944                                                          
MQLRIKYGEEDLTIGDIHGTTTVAMLKNEIEKQKNIPFSNMRLRFHKAQALEDGFSLNHYEIEDNEELDLQVEDKKSVCG
EGRHCELVSQPTSD*                                                                 
>Cpar_29133Contig6908                                                           
MPAPPPPDDAGPAAEKPAWRVKASDRALATQNKIREVLEGMDVRPNPEKPTIPLSIDVILTSGCSHALDLAISVLANAGQ
NILIPKPSFPLYQTICTHYAIQCRFYRLLPHQNWEIDLAHLASLVDEHTSAIVLNNPSNPCGSVYSREHLLDLLAVAESL
RIPIISDEIREGLARLSGLILGPCSLIQAVLPEIFDLNLSEFFRETVATLQRNAMFLEEKLSSINLRVVPCQGTMYLMLE
IDFQKLDGICDDGADVEVTIRMLDASSFKLRVHKDIDIGALKERIAAQANVAPDQQRLIFQGRVLRDGLLSAAIVMGAIN
LPEGQEIARQLAPVIQNLGVTLTRLAPLLWGVMRERPGEAQIHFPAGQNIAIHIQADGQHFPDNQLLEMLLGAIQSTSST
MALGRRSTARRLHSHSFNSSSSCISNCISSSSSSRIIIIISSSSSNNNNNSSSSNSSSSSSSSSSSSSSSRSSHRLRQPM
LRAGNLGKLTAANKPQIGWLSINNSHTCTRNSRQALRPMELLLTHPSQGRCLLLRRLFLQTFPISSQDCWEARAA*    
>Cpar_30165Contig7838                                                           
MPKTVKWSGKVFDVDVDFNEPPAVFKFQLFSLSGVPPERQKIMVKGGMLKDDADWSTLGLKEGSTLMMMGSAEQIPEAPK
EQVKFVEDMTSTELQANIVAGLPAHVKNLGNTCYLNAVLGLLRHIPEFCAGLKKYTGPSLGMHDQGHNLAIAMRDLISEL
DGSVESVTPFRLVHTVRSVFPQFSQQTPQGHFMQQDAEECWTQCLSLLAQKMVENQSGDSANKRKNTIDQLFGIDLRTTL
KNEESAEEGSSETSESVQKLSLHPQQESRLFFECIRKSLEGELVKRSETLGRDAKFKKMQRIARLPSYLVVQFVRFEWRP
ETKTRCKILREVAVPQVLDMFDFCTDDLKDRLKPVRESLRIKEEEELRLRKAQKTSPDGGPSSSNAGNGATEAAQPVIGL
AAATAAAAAKKHAEESKRLKEPGECETGRYELVGVLTHMGRAADGGHYVAWAKEAASWIKYDDDKVSLVKDEDIRKLNGG
YGDWHIAYLCLYRAKNS*                                                              
>Esil_CBN78090                                                                  
MQIFGKTLTGRTITLDVAPSDTIDGVKQTIQDLEGIPASQQRLVFAAKQLEDGRTLSDYNVEQESTLQVLLSLRGGVYDP
SLAALAKTFNTEKMVCRKCYARLPPRAKNCRKKKCGHTNQLRPKKKLK                                
>Esil_CBN77971                                                                  
MQIFVQGLGGGHFAVDVSSLRDYRVSTLRSAVEGLSGVPPHLQRLTSGARDLASPSASLDDYGIEHGCTVRLSLRLLGGI
DFQHREGSKFGGGGVMSEGQAAVDRRERLRKLAQETVDLNKDPYFMRNHLGKYECKLCLTLHNNEGNYLAHTQGKRHQQN
LARRAAMEAKNALVKPQPAITVQTRNVIKIGRPGYKVTKARDLSSNQRSLLFEVDYPEAEDGAQPRHRFMSAYEQKVEAP
DKGYQYLLFACDPYETIGFKVPNLKIDKQEGRFFTNWEKEAKKFTLQLYFEDEANAAPPGR                   
>Esil_CBN77744                                                                  
MALRIVGQHKGSITLDLENATVLDLKRSIAAASGLTASGLKLLAGGKHLKDDAGKLAQFGITPGKTIMVLRQDLSEQVEA
EAGLTRRTEEAVQAASLLSARAARDMGSGGRGNAWGAWGRDDGRGGGGGGGGRSGGRGGRGRGGNRPEIELTNQDGEAMA
IPPDDSAALMEGMMLHRQGLACLRRARNTAPSSRSPGAAAAAAAAAAAAAATGDGHAPPAAAERAPAGVQNKKARHRPQT
GPEAAAKAAPGASEEGALRLKSPADRGGGSGRPGGWEERKESEGRSVTQEQEQQQQQQQQGTAEREGKGESSPPRAGIVG
RAAAKEQLPERTGAREESTGNEGFTPSPAPEGTAAAPGSPPTDAPPAFGEESGGVASAGDGDAMEVDSDGNDQAGEGSGG
GSGGGGSGTVRGPRRDGPTLTAAEKLMAQREGLGLLMRADEAFRRCDPKYLEAVDNYAYLCLDIVWLLFLMKDMKNIDLA
SRMLAAVEKGFRKAHGEGLQRLTALKGEHCAEKLLYVRLHLLQGVVAFLRGDSGEASALLLRASGEAKALKPNPALACRL
MQKWHTVRLEVLQPKVALRALRAGRNNIDAAWQYLENLRQRKETVRKERKLRMERRRASRLGMTADKKAYVSESLVQQLA
GMGFPKTKAIRALRLHNNDVAAALTTLTTGDSSSSNGGSSSNTDDNKNEALAVLHSMGVPPEAARDVLDRTGTLRDALNE
LGLEAPERAAAAGVGSGGGGGGGLAGDDAGASRVDANDDDDDDSEADSSSSGGEEGLDSEPTPEEKRLFEELAADRENQD
DEGYLDITLEDESDAADMYILLCCGNIPVSFDLDKVRAGVAAAAAAAASAGGGATATPTAINK                 
>Esil_CBN77574                                                                  
MEAKEHQQMDEDCGRGRKTDEEDDVVAFVGSPRFTRNAEMKSSGQGLYLDTNLVRGSVSREVQDVHADNGFQRQVAVVTV
VFDLPDGSQADQEFQLGQTVEVLKSFVESEFGIPMSCQELYLGSVLMMDPMTLLDYPEVDGAGNVLIVVEGEMNEDTKK 
>Esil_CBN80108                                                                  
MSDEDGVPEAEVITEAEWVDLHQVGYVTHVDGGGGGGGGGGGGGGGGGGGGGGSSSSAGGAASSTSTSTAKSALERTFGV
RYSPGEGEEEGGGWFPRVCEECTKAAAERAELSKIVFEGKQVKVVRLKDGEEAPTGDGSAAQFSSTGRLKRNTRGRGAAP
FEITCGSDDTVSHFKLQVFASIEVAPARQVLYLRGTELTGGSTLQAANVKAGDTLHLKVTEPSGDVDEDDGQIFLDGLTK
PPSGPETGFQGTALMGGGGGGSSSSGTRRPSPPAFLSGVGGGGATVDVEAEIAAAEAASLAVDDWEESGDLEGASEGFMA
CSRCTLRNKLTAERCRTCNEPLFT                                                        
>Esil_CBN76955                                                                  
MLPRRGYEPVDDVDEDSAPDLQAAAASERDDDHHVQGELSALCSSVPAAAAAAGGKGNSSDGVNSRTAGAGEVRSDDDDD
DGRMTVRVLDVRGQFYPLRVTPETSVRELKLMLVDAAGVEVPRQRIIHGGKMLSDADTLGGRKISDGAAIHLFQRPKVAA
AAAAGVGTASAQQPGNLHEFPPVLLQVQERGGNGEGAGAHWEVEAPRRKIMFLASILVLISVLQLLECLASISTVLSVPG
AAGGSTGGGNGGSAHPSLPGEYWFLVKGRTLSSVMGIVVGTLGVRGSQSLNTHTIRWYFVGLVMCAIVAMAIRIEVFYDI
VTGKIPFGDYGINSPDSSRENDPGEGGGGGGGGGNGTGDEGGPGAHHETAEAAQSSLFFMAFSAFVSVSPARGRSGPGRL
FFDVVVVPPRMKRKVVAPLRTGCQKRV                                                     
>Esil_CBN76846                                                                  



MRSASALFFAALGGAGFSIGGAEAAGGFFASSSPAGGAAAARPRGGFLPGWGLPRHESVLDRVVRLRGGMQLFVKTLTGK
TVTVDVEPGDSIETLKHKIQEKEGIPAEQQRIIFGGKQLSGADKQLSDFELEEGNTLHLVLRLRGGPEDDVPSPWRSGSS
EERRGLGWFGWRTTTAEA                                                              
>Esil_CBN78527                                                                  
MRPSSFLISAALLIGSAVDVLGGAGPVSVKVTLRGKKYDVQDATSVEDVQKSVEEQAGLAKEQQSVLFKGSLLKPELELE
EAGVSDGDTVNIVPSKKPKTSVAAVEAGVGGGAGGSDPFGGALGGLGGLGGAMGGGMPGGMPGGMPPGVTPEMYQKMMKE
MMNSDMMEEVLGNPEKMEQARQAILDNPTLKQAMTQLPGFADMIDSPEKWRENMEMALEMFKAQKAMMQQEGAGDEIDGA
ADVDDLDDE                                                                       
>Esil_CBN79251                                                                  
MQIFVKTLTGKTITLDVEPSDTIDGVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKIFVKTLTGKTITLDVEP
SDTIDGVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLT
GKTITLDVEPSDTIDGVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTI
TLDVEPSDTIDGVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDV
EPSDTIDGVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ                    
>Esil_CBN79243                                                                  
MSRPAVSVRVRGRDETTLEVQFDDAETVADFKTRVFGDVIGEGKRCRLIASGKELQDSHKMGSYRIQEGSCMHVMISQRG
SVAGAERGTPCAAAVPPSAAASTSSSRGVGRGAGSAILCALTLGMVMAAWTVYMVFPELFSCAATCLLLLLTLLQLAATL
PILKQALSAALGACWWRPWVRRPSSVPGRRRQ                                                
>Esil_CBN76483                                                                  
MAEGADAVSAASATATIGVKFTSSDKAAGQVSISLEGTVGELKGAIRSQFDVEPKRIIFQGRILNKDDQTLQDCKLKDGL
TVVVQVLAPGASPSPSPAAAAAATAPAAAAAAASPATPNPAAGLAAATQSMSGLGLGAVSSSPVGQAVATVSRQPAGVAR
ECLTTLTKVIDNIKAHPTEEKYRKIKRANAGFSRKVGAVPGGEACMRALGFVEHGDAQESWLLAPSEAAWNVLTAGRVDI
QRALATLPGAPAAAGASTGGFAGGLGVLPPPGAFPQAGFGGGTGGGGMPDMATMARMAQNPAVMQGMMNDPSVQAMMRSN
PQMAAAMQSVMARPGGLAQAFEAIQNNPAMAQMAQQMMQDPTALQRAAQMDFGGALAAGINAAPPNAAQGFQAPPAGGQA
GTPAAPSPAAGAAPSPPPAAAPAAAVPPASEGGGEAGEEGKEMTEDELIAEAIRRSMED                     
>Esil_CBN73935                                                                  
MQIWIKTLTGRKQQYSFEPDNQVSMVKQSLQEKEGIQVDQIRLIYSGKQLADDHTLSHYNVAPGGTIHMVLQLRGGSR  
>Esil_CBN75246                                                                  
MTRSLTVKTLKGEVFRIDVAEESVMSDVKTKISEVRGHDPGTQVLICGGKTLKDGDSLAGSVAAGGFLVLMVKALAIDPA
NVEMLTAMGFPEDQATAALRAAFNDVSRAASYLMEGIPDNVGAGSGGSDARGGGDAALAAAMMAGAEDEDGDEGGGGAAG
LAQALMGMEAGEGNPLNFMRFHPQFDELRGLVRENPAMLPQVLQGLATQSPELIERINQHPDDFLRLMNEPPDAEGQAIM
EMGVEGLLEGMDQEDDEEEEGGDAEAVAAGGGGGSPGVGVAGGDGGQGQIVTVELTEEEDAVVQNLMAMVPGAGRDQVIE
AFIACDKNAEMAANLLFENAL                                                           
>Esil_CBN75122                                                                  
MIQEREGIPSCDQRLIFGGRQLEDELTLADYDMQKESTLHLVLRLRGGGKKRKKKTYTKPKKVKHVHKAVKLAVLKFYRV
DDTGKVQRLRKSCPNDECGVGVRMAVHKDRFYCGKCGLTYVVSECKDAP                               
>Esil_CBN74597                                                                  
MIEVICNDRLGKKVRVKCNEDDTIGDLKKLIAAQVGTRPEKIRIQKWYTVYKDHITLEDYEIHDGMGLEMYYN       
>Esil_CBN75923                                                                  
MKPELVVHLIGRLQESADGAGKTGGRSEVLAFVECLAANQGHIILTRNKAVKAATPELLWSLLREPSVSRHKSCEAVTSF
FAQMLQISPTLTTGGGLEGAGPTGYLHHHKFLGQCIDFLREKAECVPPSGVLSEAEEAAVSRSLELVRFLLENFNSLYPF
PGKSKKEAATAAAAAAAAKGQGQDQLQGEGGGKSTAETAKNTTESGADAVAGPQLPGDATMEDVAGAAGGGVVVPAEGET
RAGGGGGDALGAEEEGLPVLLLRELASFRARFPQRVGKHLRPDAAKLVLKHQVHQRLDLIRYIHGLASGVNLSVAQLRGL
WEILTSPAERELCLSFLQEGASTPKIPMDHLHTAFGDKERLFLFRELICKDVNWAGLGMPAYSCFDAFFKRIWSEAVTAA
PAAGLKGDTQAAASAVEQEEDLTELGVDTLWRVTLTSLNKEVADSATNDLLERFLLEVHPLETVGSLRARVASSAGQAAD
FTRLLSGGKTIQVDAATVADAGIKDGASLWTLPSPTALIRGVSVGGSAGHQQQQQAERLRLEELARRTAAAAAAAAAAAA
GGAGAGVAAHDGDVIARQSGPFEELFRLLECAHGLQDPAITKAVWDLLMSLPTQYELARRVKETALATAAAAAAAVTEGP
SAMEEEDVGAAEERAGGANGPGVAPAAWAELLPLERNWHKTVYTLQIIDALLLPAPQVLGAVPWAAETDEFRSGFLQGGG
FARVLEVAMAAPTDGDRDVTLGHASVLRILKTCLFYPPLQVLTPQAPRVGRGRDGRGSGGTGVRKATGTAATPAAAAGGA
NLVARALPPMPPPCPAARAAMDVPDADLQQLLDKLVLISLAAQRRWLASLAAAAAARNDGTDSLSKHDEEMEEKRLYRQG
FTGAPPQNKQPKVITDCLAVVGSILGEKPQMMAALSRNADAREFVVGTLTRNPEPRVRRQMGQLLLGARPMAGVLLSWLT
GELEDLPLGHTDCDEFFTCCRDLVFENLRPRRVASLPPASKADLEVPVVVPEGAGAATGTAATAGGPEAGSSANTTSATA
PPTVTLPTAAAGSGSGSGGGGGKAELDLGALGRALSAKMVSMPRDGHGSCKAVLQGCLELLRDLVEIEGPDGTFLKGAEL
GQDFVGKIFKGFLFTMPEQRGRGMRVERPVCADPATRRAALNALASAARKSPKAMSALLDNVDVFVGRVLPSLRHRWGYE
CSFDAKRPQSGGFVGLKNQGCTCYMNSLLQQLFMVPALRKGILEAKLPRRNLQDFPRELVGRRVAVQWETGGSVEAYVHS
YNERSGEHVIRYDAKDEVTFRLGPGGGRPGKETGAVSLVWGDSPSSRGGEGMGKTMTPDEATAQVLEQVQRTFLHLRDGE
RRFFDPIRLVEACRCLNLEYLVHQQNDASEFCDKLLDRVESGMKAGQAAVAEAAGGGGGGVPAGGGGGGAGGAGKRSVAA
LERLFGGTWVHQKIPTGCSHRTNRSEPFINLEVNIRGKESLEESLASFLESELMAGDNKVDCEDCGEKKDARMRTCLEHL
PNLLIVHLKRFELDYRTFETVKLNDRCSFPMLLDLKPYTMKGTDEREAMEEALQAAAEASGGDLTLEQVTKLHEEQSAKM
KEDAGDYLYNLAGILVHAGVAQGGHYYSYIRDRGKSAYEDGAGPGARAGAADDKTRGDAGDGGRKRAAGAEGGATSNGGG
GGGGGKGVEGGAAGVRGSESAAGGQGAWYKFEDDDVTPFDPQEIEACCFGGTTLSTSTWQGVNTTVEHERTANALLLFYE
KVQPKGCRPPEGDAAGAVGGGRMSNGDHDGDQEMGDSVEAAAAQADESAGGGDENAAPPPPPPPPQGCPSGSAGDKGTAG



DGGGDAGAKERGSLVPLAAAADNMSPVTTESDPDGPPPVGKGGGSAESKLEVVGFGVKKAGAGAVPLLDGVEAYAEEVWE
ANVQYMLNSYVFDTEFHHFLREITAATVGAGDGLPASTGKDADGAPPSVNEWGKGDPSEVSLSARVLEMGMTAVLDVILH
SRERLDVKAWELLLQRALAISPEMCRWFLSSLLDRPRPEGSVYWLRQITLECVDVMARHTAARLIAHACCCGANDPDEAA
LLMAVDRASGRALHSTEFCHEERMLVIVALS                                                 
>Esil_CBN74156                                                                  
MQIFVKTLGGASLPLEVSPATSITAVKAAVEAQEFLPAALMRLNHGNAQLSSGCLADAGIEEADTLTLLLDVRGGMRAKW
RKKRMRRLRRKRRKMRQRAR                                                            
>Esil_CBJ27129                                                                  
MANLRNIQAEIDAVNAEIKGLGSKEERLEAALEGNGSYLGTTDHGELRSFHERLTKEKEQLRMNGEQLREKQLVILRQQQ
TAAHSSQKLGAASGGSSQTSPRSTGRACVSSAADSVKEGGAGSSARSSSAADAGALASQAAVGEDTTDSVADEDENEISF
SIKTLTGKQHTIRAFPSETVLDVKKKVQDTQGIPCEQQRIIYAGQQTSDDRTLRDCNIRNGSVAHLVLSLRKPVILLYPP
APVDITVAVELSPLWSFSSLYPKLQPRNLKQLAADYEAGSQANVAGGQQCKWNVHASPGGSLKDLSTGREYPYLFWEADS
SDGRVTRSFGLDGSRSFCVAGEAAGVFLDVALERLGLNVRERCDMVTCWLPQLESSRFNVIYFVEVERYEQAARLTIVPT
PDVTIRVFMAFRGAHAYDAELDTAKIEELRSPAREGFVAVEWGGMNLNGVSHD                           
>Esil_CBJ32017                                                                  
MQIFVKTLTGKTITLDVEPSDTIDGVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEPSDTIDGVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVEPSDTIDGVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLDVEPSDTIDGVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLD
VEPSDTIDGVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPS
DTIDGVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTID
GVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDGVKQ
KIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGC                               
>Esil_CBJ25505                                                                  
MANSPANGIVSPGRVQLFLASPQGQCITVRDVDLCTDDVSRLRQAWGANIYPGADGGCVSSDPPWLSSQRTIANKRRSST
DFDKHVGEDGGGDTIIDADIRLVFAGKDLQRGRPLLGYGLQADSTVHVLGRLRGGAQLGKVVKGRSQVKKKGAEKPKEYA
ELQAKYAKMQEMDMARQQAIAAKAELRRRIDQEEKNSKMNRLKIQNQWRKIMRLAKVESLRKDIEILSQNHERDVDRKDA
IIQMLDRDLEEAEDQFQTALRAHLQNMDQLIDLQDSRLLALEQEFEVELKTLQKEFAEERKHVVKQHAAEVQELSDIIAA
VEAQEEEREADAKQEHEQQREEIRNKNLEEINVLRITLDTQIEDLEQHFETAHINYLQNTDQRTTDFKYLTSKDQELSRE
IEVKIRKIERLQSSLQHWRTKIAQNVKENAERNSFLMEERNAIQGHFQHLKGRMNKFRAAQAKRLGELTQNANAVQNKLQ
EQLKMANQILTLAELARKAETEQEKVLPFYVSANTDEVEEEAERILKAERDLIGGKKKPKGVGEEEAVVPSPLQSSAWGK
NGQPVPRWNHLDNFHKRYNKALLDKLAVEREQNRLEAENRDLQSIVKQYLDGISVPEDVVSAPNPLLVVNGRVNMAAPDV
GAVGGGETRQIAAIEANHMVSTGRVNTRVGL                                                 
>Esil_CBJ31008                                                                  
MSSFGRFGNGEDHAMREFSICIKPLDGKIHARKRVLTVKSWSTVKDLKDVLQSLLHLPAASQRIFFRGGELRNPHTLQDC
GIYKDGQTVYLASSPQDEMGKPYSLEPFLGAGELPRSLSRVLGQVKRGLDRGFKPELTLEGTGGTYFLQDAARQKVAVFK
PQDEEPFAPNNPREAMQGGLGGGTVSMRPGIGAGESYVREVAAYILDDRNLHGVPPTTLVEAKHPAFCYWDHKERKKLGS
FQEFVRHDMVVEDISPSRLTRREVQKIALLDMRILNRDRNSVNILVRSRPRRSCSFSERIRGGGGGDGSHSRYGSSDSNT
EASPRGVSVAGASRGGTQSGGLATGVGGGGEGGGRRAGSRRPSGGVLAGSTEYELIPIDHGLCLSNELVIDWCDWCWLDW
RQIKEPVDPELYDYIMSFEPEATAERLGNTLNLQEPCLRNLRIAETLLQEGVKAGLTLYDIACIIRREDFDKASELETLI
ARATVGSTDWASKEDKDNWFLSAGGPEGVPATAPSLATESSTDASSEEYLTSAPELRGAGKSVDGGGGRAGGARGEGLRI
WAPGARTLSRDMSAGGGGDGDSTSPAKSAESDAEPISPAGFWREKFETIDARNATRRFSHWEDGTLGDEASPGESVAGSG
GASSRGERAGGGRPPLRKDGGDPVAASLEDESADPGEPVGTDAKVGRKLFSSSEKPPPPPPPRRKTPPLAAERCKKNMLM
SSAGNSLEPMVEVDQEVPSPAGPTGGAGSEPPPPLWATTAAVERTREAVAGVGSSGSVPPAEEKNGNMAGPGLGWRRGEA
GLVIPEPMPQQKPRPVMQSVVPHRVSRVGGDGGGGGGGGDPKRPLAAPRPATASPTLPPAGGEHKSKSPQELQQALTPGV
KIVRSYSYHGLGSMALYDAAKRGSARYSIRRRPSENSKQFKLCFFRFFDFLVCDLVKRRHRTMVKERAARQAAEQQQSSS
SLNRSSTGGGGAANSTMRGRGASFERLKTQHTPPPPPPPPPARGGSNSGSPHAGMPAAVKG                   
>Esil_CBJ30824                                                                  
MVRLPNTATFGELLARAREKRHGALELEGPVYGRDGELDTTLRDGWVRNSCKVDGTLHIGLAVVVSFPRGSQRSLSLTMG
PGATIGDVKQRICVDHGIVPSRQGLMICGGAQRLGANVTLKECCVWGVPVGGFSPKGWGELRLELHVAECTTRNSLQVAM
RDSSQGWSASEFRGAVGVGLPSRGTDVLRSPSQPSHLTPSPPVAATYVPQNNEGSSLTTPSSLHRNGASTVETRPTVEHG
SGPYSTVMFALSPSGRALTLTMAPTATVLDAKTQVAAFEGVSPCRQRLLWRGILMEPDGALLRRLGARGGDTLIVGYRVG
PGAPPEVMRPVVELEGNAAGDDDAQNADAAISPTHSPSHHRPCGAQRGTVDSSGSSNIDGGIPEQGTSGVESAAAVADGD
ENNDVVAPDGGGGDGGGGGSGMDVDEPAGAWVNVVRNGGVDVVDGAQRGSGSGEAEQDGNASGATSSPPSEARSGSEKSG
GQRAWWAKRMATRSLKGSRSSNEQGWGATGATAALRGAVGASSLSASTPSADSTNNSADTRRVRVSPTPAVPVHQNATHG
VDRAGVRILRGIGAGGASSMYDSPPSSAAARRQQRFIPSVGRPKLKVWARWKYGRRVPTPPVPHAGDGGGRG        
>Esil_CBJ49209                                                                  
MELQVSFRGEPLTVTGVDHATAVENLKNKLEELTAVPVANQKLILKGKALRDEAGTLEAAGVLVPSPAQTATTTTATERH
EEKGDTFVQKSKLMLVGSKPSEVEEVLREQDRVRVRNDLNGQVTPKGYKKVALNYPPGPSDLSPYRFERIETLPGLPEEE
TARKILESLAADPGVRAVLEKHRWTVGALCELYPEGKVGVSDKCVLGLNQNHGMKIFLRLRTDDLRGFRKILSIRKVLFH
ELAHNDISDHDDNFYMLMRQVEREAAELNWMQQSGGRTVAGRPPAPRAEPAGLPGGGEGFILVKEAFEGGSGRLGGDSNA
FTKIFSAGEMAGQAAVQRLTPEEQEVEDCCGHTKGVAAGAAEVEKEERLAETNAMASSVSEMSVTSDDLDDGVAPALTSA



AAGATSGDHGGTDGKTRGGEERQAERGQRLTGASEMNVAEEEGDGISVEPVDSPPLEAAAPTPLEMDEEPSPVARASPAP
SPTPPPPPETLAAAATKLGPAPRTPESSSLDELLAMGFPREAAVEALSASGGSIPDAAYRLLTPGMMESGRNNSSEAVGM
TAAGGGAQGSREAGRDTGSEGAVRLPRDVRLQQAADRVAGHADRARAVQCLDVLAAVLRNIMEHPEEAKFRKVRRSNGKF
KASVGAVAGGVDLLLAAGFEERGDDQLELGRQDPGLIWLAKSTVEAWQERLCQV                          
>Esil_CBJ49192                                                                  
MPEVSVNVRCSNGEKFTTEVDTEATVLAFKQKISEKAGVAPELQRLIYKGRVMKEDQDTLASYTVEADSTVHLVRSQARA
APSMPAAGGAAGTNPSPSATNPFGGTPPGGAGGGGANPFAEMMGSMGGGGMDINRMQQQLMSNPEMMANIMNSPMMESLL
NNPDMLRNIMFSNPQMQQVMQNNPQLAQVLNDPATMRQYLDMARNPEAMNQARRSQDLMMSQIENQPGGFNALRRLYTEV
QEPMMQASEGMVGNDNAGTAGANNNNAGTPAANPSAGPNTSALPNPWAAAGTPAAAPTGGTNAPAQTPGANPWAALRQGM
GAAGGGMPGMPGGGQMDPAMMQQMMNNPMVQQMVSQMADDPAIMETMIAQNPQLQQALQANPALRGQLPQFMRRMADPQN
VQALAQMQQWMEQLQRAGVLPPGMMPGPPGAGGGGADFGPGLAGLSNFGTFNLGGGTPPAAGGLDFSTLLGGAGAANNPW
AAAPPASSSSSPSSNTTTPSATAATPPPSASTAPPVANPEETYAAQLTQMNDMGFTDRAACVRALVASQGNVNMAVERML
GGGV                                                                            
>Esil_CBJ48296                                                                  
MVKVAVKWNKRVFADVEVTPTVADFKAKLQELTGVPAARQKLMARGAWKGILKDDVDLSGCTIKDGQQVTLMGTAEVLAA
PTEKVQFMEDMKTEDLAQSGAVLPAGLVNLGNTCYMNSTLQCMRKVPELREALTSFRPTSSGSGADPSANLVPMFTASLR
ETFNAADRSTEAIPPAMFVQVLRQLFPQFAQQGPRGGFMQQDAEELYSSVVNTLSQSLKKPTSTAIKEGDTVLYKPKAEG
EKEGRAKVIKVHPDSEGAHYTILPEGKDAKEKNTTGQRISKVHPLTDLGHPENVMDPLFGREMEEDFTWEESGDSKVSPS
TPKKLVFNIQGGPGPTTQINHLADGMKVGLSDKVEKHSDKLGRDAVFTLNSKIKRLPRYLCIQVLRFFWKATPDSMDHQG
VKCKIMRPVTFPSTLDMFEFCSPSLQSILKVPRDAADKLIFEQEAKEKAAKEAKIAEERDEKEKAKKGKVFAHLSGGGGS
SSTAKPPAPPASEAEKSAASGVQESKDMEVDSAEPPAAPAAPAAKAAAPAEGEDEELSDDLKAALAMSMQAEDAGVEGAA
GPGLPADFKGTYELFAVVTHKGREADGGHYMGWVRQEGDDWLVFDDSDVSPCKTEDIMNLKGGGDWHMAYLTFYRFKE  
>Esil_CBJ30396                                                                  
MAEMVARADLRTQARQRLIYRGKVLADADPLSAYKVENGHFVHMVARPEGVPPPAGGGGGGAPSASAPAPYYLRPPTGGG
GRSDRLLMGMGAPATTAAVPATAAAERGQGRNNNNNNGIDNALLNAAAGLEQGDFLSNMLALGGGNGRRRRGRRGGGEGG
EGGRITAAGDAPVECERPC                                                             
>Esil_CBJ30130                                                                  
MVPSNTVLDLKRKVQEEEGIPPDQQKAVFAGKLLENDRTMPEPTLELLGAVPQTLDEERQTSGYEAIVASGQHCEWIVHA
NPDGSLTDISTSREYPYLFWEADSTDGLVCGNFGLEKTPSFCVAGNDAGLFLDVALERLGLNVRERCDVITYWLPQLEP 
>Esil_CBJ25906                                                                  
MVKLTVKTIKGKKFQIEVEQTQTVREVKGVIEEQNAEFPAAQLKLIHSGQILKDECTLAEYKIKEEEFLVCMVTKPKPAA
AAPAAPAPAPSPAPATAAAAPAAAPAAPAVPAAPNADHVRQLTEMGFPEDQVTAALRAAMGNPDVAVEFLMTGIPDNIQA
AAAPAQAAAAPTGAMETLEDFRGHPQFNELKRLVQRDPTQLSSILQMIGRQSPNLLARIHENQGDFIALMNEPINESAPP
AAAAGNAGGMGGFGPMMGSGGQANNPAQVAQLLQGMSPAQRAQMAAAMGMSPQQLAQVSQVIGQMPQEQFQQLMGSMNAG
GMPGAGMGGIPPGAGGAGGNVIRLSEEEGAAVARLTELGFERTDAAQAYLACDKNEALAANFLLNDMGAGMPPAFQAPAP
VPAPPTAATPATPVPAPTPSSDSTAPSATENPADPSPATGESSPTNPSAGGNNPQGGGDEDEDMYG              
>Esil_CBJ29540                                                                  
MIRKHPKSMEDSGSTCSTVLALCLPRCNGRGGRRAANPPDRGPKFDPDEPPLRWTTAATAWGDIVRLRHPRGVDPKWARP
NTRQIGIRTLTGKTIFIDVSSSSTLGDVKGLIQDDEGIPSEQQHLIFNGKEMEDVNTLIDYGVQPIDPLDYDVKNLVHLV
LRIRGGGGGGGGDFADVSNPNTMQTLQVSRGGPKWRRIRPGLCIEGMCRNERCDARGQMVISPRGYKDFNLVAGETVPCP
VCDEGVEPKTCAFYQCMWRYVGKKDGISTVMSSSWGRVTDKYTRFSGKKVVKWDHLLIQARPLDLVKPVNTTTNTVRVHI
DYTYLECTICIDDIERGQKTIVLTCGHHFHAKCIRGWAKGGTKVVCPNCRQKCAMPK                       
>Ngad_00417_01                                                                  
MPLYDHALLIGEEDKAWGETPGGGSPLTNNLIVRGPGGQCYPLNVQGDMRVQDLKAQVATAIGVAVEEQYLLHRCKILQD
HEALASYDLGTQHHLSKKAMATYQVPTVEVGIRQRGGCFIVTFTLLTILFFATLCAPLTCGTSLCLYLFLLPPVFILPFF
CL                                                                              
>Ngad_01222_01                                                                  
KTDGRRRPYNSLTRRMVSIKLKTIQGREFSVDGVELSQTINDLKAAVEASPPSGEVLPADRLKLIHQGKELTQGDSTLSA
YNIADNDLVIVMLTRHKPPAPSPSAPAPAPPPPSLPPSQPPSNPHVEQLKEMGFPESQVTAALRAAQNDADLAVEFLFSG
NIPSSPAPLSALESAVGVERDAERAAEEEAGAGTNATVVAQLLSHPEMERIRRVVRENPSGMESMVAALAVTHPDLVRII
NEDPASFWAALEENEEGMEEDEGEEEEEAGVLGALELSEADEAAIARLMEMGFGREQVVEAYILSGKEENAAVNLLLGG 
>Ngad_01413                                                                     
MDKADGDDGKIVIKVKTLKGGGENSVSLKVVPNMTIGELKAQIAASALEVPCESQRLVFQGCMLKDDRKTLAEHKLTEGS
CILLSVLSPSVSSRGSSASPSIASPASSLPSNPSPNNPTSLPSPVIPSPSSTASPAVIILRAAIAGVRSSNSPEVGTLAL
QTLSTMLGNIIANPMEEKFRQFKKSNPAFLRRVGSASGTGAILRAAGFQESAQTWVLQPSEQGGEGPEVSDPGV      
>Ngad_01580                                                                     
TADTITGASAFMQLFVVLPAVAFTGKSRTVSLEAGPPESTTIGDLKKAIQVRSAQAYKSDIRDSSTFRPSLRLGTRNCNA
SNSNGSAVDNKERLGGIPAALQRLTLGGRHLRDDQTLADCVISGCETLHLVLPLPGGIDFQHRDGSRFGGGGQMSESLAN
ADRRERLRKLALETIDLNKDPYFMRNHLGSYECKLCLTLHNNEGNYLAHTQGKRHQENLARRAAREAKEQQYRPNKPTMV
AARRMMKIGRPGYKVTKARDLSTRQRSLIFEIDYPQAEEDVQPRHRFMSAFEQRVESTKEREWQYLLFACEPYETIGFKI
PNVEIDKGEGRFLSQWDPKARKFLLQLYFRERGEGEAGRGASGEGGRGTPMPVASPQNGSSNYQQGFGQEGRMQFEERRT
QLPPPPPPQHYQPQQSLGSFGQRHGHAAGYGYGGGPPPPPPPPPRHGGY                               



>Ngad_01743                                                                     
YSGEDSRISLPFSQPSSTMRSPPLRPSLHLFFLLSLLALVWSPASFPGATAVDVQEVAGLEGDAVGGGPSSSSSSLTLVY
FGMPFKIDDLDFSEAAGLTIADVKKRIEAEYAIPATEQSLFLGTSLLDDTATLSAANITPGSTLEVRHEIALKEGVELPA
EKHDFSFEELKEYFNIDLASFRAKWEATQEEMKQEVLESVEEGRQILQHVGASLRKLGHFFQKMARKCLGLLQAVGRLFT
GGKKGGKEEL                                                                      
>Ngad_01795_1                                                                   
MASSLGARGREKGHQAGMVFGDIKVYVQEVNPRRTGRRKGEKALQSSLGRRGEVEGGREGVLEGGKRPLTFKSWSTIKDV
KQTLQTLLHVPMNKQRLFFNGRELSSPSGPTCAARPAPLPCSPPPSAYVSPSSDPCALPDLRRRNTTGMSWNKQLDAKAK
GLRELSNYGHSLQDCGIVRDGETIYFTIAPPSSLDRDRAVPILRPYGLLPPPRRLGRALKQVRRAMDMGVNGPKLTVEGF
GGTYFLYDPRRRPLAVFKPSDEEPYAPRNPRGPELVADWGKVGGGGGGKGRVEVFQMRPGVTPGEGYVREVAAFLLDHEG
FAGVPETIMVQARHPAFHYLPSSVCAGGNDGQEGSVKVGSFQEYIRHDYVGEDLSSSLFPVAEVHKIALMDLRLLNSDRN
GGNILPGGPRYELIPIDHGYCLPETLCIDDTLNLCWFGWRQMHEPCDAATRAYIASWDAEADATLLQAHLGIGEAALDLL
RITTRMLQIAVLEAGLTLHEVACLLSEKTPRHWLWR                                            
>Ngad_02045                                                                     
QENYTHQNNISKMQIFVKTLTGKTITLDVEPSDTIENVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLH
LVLRLRGGDALC                                                                    
>Ngad_03013                                                                     
TADTITGASAFMQLFVVLPAVAFTGKSRTVSLEAGPPESTTIGDLKKAIQVRSAQAYKSDIRDSSTFRPSLRLGTRNCNA
SNSNGSAVDNKERLGGIPAALQRLTLGGRHLRDDQTLADCVISGCETLHLVLPLPGGIDFQHRDGSRFGGGGQMSESLAN
ADRRERLRKLALETIDLNKDPYFMRNHLGSYECKLCLTLHNNEGNYLAHTQGKRHQENLARRAAREAKEQQYRPNKPTMV
AARRMMKIGRPGYKVTKARDLSTRQRSLIFEIDYPQAEEDVQPRHRFMSAFEQRVESTKEREWQYLLFACEPYETIGFKI
PNVEIDKGEGRFLSQWDPKARKFLLQLYFRERGEGEAGRGASGEGGRGTPMPVASPQNGSSNYQQGFGQEGRMQFEERRT
QLPPPPPPQHYQPQQSLGSFGQRHGHAAGYGYGGGDLRPHPPPPPRHGGY                              
>Ngad_03346                                                                     
MIEVILNDRLGKKIRVKCNEDDTIGDLKKLVAAQTGTRPEKIRIQKWYTVYKDHITLADYEISEAQLYYS          
>Ngad_03560                                                                     
MQILIKTLTGRKQSFNFEPEEKVEAVKQALQEKEGIQVDQIRLIYAGKQLADDKTLSFYNVVAGGTIHMVLQLRGGESG 
>Ngad_03899                                                                     
NRTCSSNSHSATPSACSYNSTTRDSTLIFKRPGFTMSMYVRVKRNHQTIFLHVEPNETVQSVKAQVGEILGQSVENIRLY
GSDRTRDMPDGSSLAEFQDIKNDSIIYAVFRN                                                
>Ngad_04111                                                                     
MAYRKIVTATFLLVVTLLCCCLTNIFGTAAPVNVVVTLRGKKYDLSAESVQDIQAQMEGKSGLKPGQQAILFKGKQLGAS
ESLSAAGVVEGDTLNIVPTKRDVPRAPPPRPRASFSSASAEDEDLATPAGVSSPAAGAGPSTPDELLAMLNGMLGNSGLG
GLAGASSPEDAAKVFQGMDMGKVAKMYQAFIWKLVRSPIVARYLSSEEDMEQLRLKLKESFENVSQDPKVAAQMAPFLND
DFRAMMEDTRKFREEIQKVVDFYMKMPDPDADGSAFSGLDMSMFEGLAKSPDEDASDDLDNLGDEDEDEGDGGGEL    
>Ngad_05006                                                                     
NRRGSRRMAAITLTVADEEGNAASLQDTVEALKALVEIEMRVPSAQQVLLKDGAPLAPGARLGALGVADNDFLFLVRDNS
NANISGMSGRDTSTSSATTATATASADAGTGRVGPASAVHSLKDLPAGLGPEQLMTTIKANGRLLAELQHHNAPLAAAIA
TGDVVKVRSVQMKQKLEAVSRRVEEQEAIRALEANPMDPEAQRKIESMIQRENVHRNMELAMEEMPEAFGSVVMLYVDVH
VNGHPIKAFVDSGAQSTIMSAACALRCGLSRLIDTRFAGIAKGVGTSKILGRIHMHTLKVGESPLSPLHG          
>Ngad_05620_01                                                                  
KQSFFVRAMASRPNRIRCSSLLALVTVILVCIAHSTWAAIGISPRLCTVTPFQRGNGRQSPALQRFMSVRGGMQINVKTL
NGKTISVDVEEGDSIDEVKAKIAEKEGIPPDQQRLIFGGKQLDGLKSLSDYDIGDDSTLHLVLRLRGGWPWVR       
>Ngad_06003                                                                     
LEDGRTLSDYNIQKESTLHLVLRLRGGGKKRKKKVYTKPKKIKHKHKSVKLATLKFYKVEDGGKVKRLRKDCPDCGAGVR
LAVHADRYYCGRCTVAYKFTSTPAV                                                       
>Ngad_06995                                                                     
MSSRQGYRALSEESYDVEALSGLDGQDVPPTTTSTTTTGNATTASTSATSPSLSAPLPRSSPVSPPAPSPGPSGPPQFPI
RILDTHGKEHALDAESPLSTIGTLKVKVQAASGVSPAQQRLIFAGRMLQDQQTLRSCGVEAG                  
>Ngad_07224_1                                                                   
MVTPSDSSIMLSITIKTLQLGDFQLQVPAESSVSALKVQVKDCTQIPEERQRLIYRGRVLQDGEHLSTYNVEAGHTIHCV
ARPAGVPVSSSQPPVPRTGLATGTAPGGAYRRILMGGPHVFGGRGGSLAAGMAAAAASAGVLAPVPGGAHREADVNPQSL
EHVRQGLMTMYSLLSGMQAPTAMVQGSAGEGSGQTASMTRGRARALQTDERSLALEMGHAGERRRWYPGQYVDVKDTVHQ
WLEAQVLSVDEERRTCRVTYLGWPRRWDETLSWSSPRIAPFRTRTTHNLQAPFLSPTPLAAPRLPLPVRGRDDLRRVLPE
A                                                                               
>Ngad_20862_1                                                                   
RENNSRMQIFVKTLTGKTITLDVEPSDTIENVKQKIQDKEGIPPDQ                                  
>Aano_F0XYZ7                                                                    
QIFVKTLTGKTITLDVEPSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKRK
KKTYTKPKKAKHVRKKDKLRVLRFYKVDDDGKVVRLRKYSPAAGTDGCFMAQHFDRYYCGKTGHTYFYNK          
>Aano_F0XWQ8                                                                    
MQIFIKTLTGKIITLDVDPPDTIANVKQKIEDKEGIPPDRQRLIFCGRQLEDGPTLIDYNIQKQSTLHLVLRLGGPPQIF



VKTLTGKTITLDVEPSDTIGNVKQKIQDKEGIPSDQQRLIFKGKQFEDGRTLSDCSILNYSTLHLVLRLLKEPEREPESE
PEPESELEQIVVKTLTGKTITLVVEPSDTIGNVKQKIQDKEGIPPDQQRLIFKGKQFEDGLTLSDCNIPNKSTFHLVLRR
RPPPPLADLS                                                                      
>Aano_F0Y665                                                                    
MQLFIQSAGATSTLDVAPTDTVASLKQSVEDGMGLPIEHQHLLSRGRALEDGRTLGDYSIQDTDVIDVCLRVRGGRV   
>Aano_F0XVI5                                                                    
RGGMQLFVKTLSGKTVSIECEESDKIEDVKAKIEEKEGVPVDQQRLIFAGKQLDGQKTLQEVGIDEGASLSMVLRLRGG 
>Aano_F0Y7G2                                                                    
QIFIKTLTGRKQAMTLEPSDEVRTIKQSLQEKEGIQVDQIRLIYSGKQLADDKKIEFYNIQAGGTIHMVLQLRGG     
>Aano_F0YA14                                                                    
MQIFVKTLTGKTITLDVEPSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEPSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGS       
>Aano_F0YAA4                                                                    
MQIFVKTLTGKTITLDVEPSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEPSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVEPSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLDVEPSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN               
>Aano_F0Y8P6                                                                    
LTEKIITLDIDYSDTIDNVKQKIQVAEGIPPDQQRMVYEGKQLEDGRTIADYCIKNESTICLVLRLRGG           
>Aano_F0YP62                                                                    
FSGKPLQDGRKLSDYDVQEASTLYSMLSLCGGSEDKLVSVFSVDVRTLTGKLITLEVEPWDTIASVKRKIQDKTGTPPDQ
QRLSFSGKWLQDGRKLSDYNVQNGSMLHMGLPLRGGMQ                                          
>Aano_F0YBM6                                                                    
MLVAVKTLEGRLFKVEAAPESTIGAVKGLIEASQPELKAAAMKLIHSGKVLKDEDTLADKGVTEQSFLVCMVTKPKRAAA
PKPAAAPAPAPAAAPAAPPPSTPAPSAPAPTPAPAPAETPAGLQSPAASPHVTAEALAQLDAMGFGHADQSRAALEAAMG
NVDLAVEFLMNGIPDEAALTGANLDGDGDAAMDDAGASPLATLRAHPQFDDLRRTIQANPGALQQVLAGIGRDSPELLAL
IHANQAEFLQMMNEPLLGAISGGGGMGGGGRGPPGGGGGAGNVVRLTREEADAVGRLQELGFSRDDAVQAYLACDKNESL
AANLLFDGFDSVAMGGGAQAAFPDDAPAPDGGGDAPAPAPGGGDDDDDMYS                             
>Aano_F0YIX1                                                                    
MQIFVKTLTGKTITLDVEPSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGK  
>Aano_F0YBQ1                                                                    
MIEVICNDRLGKKIRVKCNEDDTIGDLKKLVAAQSGTRPEKIRIQKWYTIFKDHITLEDYEIHDGMGLELYYN       
>Aano_F0YF39                                                                    
MNGAGAFDKYASVASSFAPVILAQFLVPTLDASYGREFRSVVSLPIRPSVLERHFVFSRGALERGRWWTAASYMLLHVDH
AHAMANLQGLVLSGPAALDVLGGVGAILVYVTAGVCAALDPAKLTDLQLERRLRARWSSATAALSRRAAPVLDALGLDPA
FLEPPKARVPRPRDDRGGFGGVGDALGDALASAAATARRTLDLGSSALDDTASTIARNVAKTRARQRRLVGASAGVAALL
AVDLCASLERLAAPRRPASDDAVLHALLHAVGALRYFAGEVNRAWTGNGLGGVDHAAHLNGALVGVAFYVVGRALRRRRA
RADRGRRLGRGYVGGESRDVSAPAPMTRSRGGGAGELGTRGDSDAATGGGDGGGGAAAPRGAAADRTWPPQRLARSRTRP
GGVALRASSSDEPRSKPQSLPACSSGKAFGWRGSKASSVAEFKDQIAGDAAVPAAEQRLIYKGRALQDAQLLAELDIEDG
GTVHLLRAVARAPAPPAPAAPTLANPAGGGGLDLFGGGMGPGMSQADMQRRLMADPEAMSRVLNSPLTRSLMENPALMQS
IVQSNPQLQRAMEQNPQLRHALTDPNLLREAVEVARSPARLREAMRHQDLALSQLENHPEGFNALRRMYNEVQEPLFDSL
DNMGGTGGGGGGAAPAVPEDPNAPPGALPNPWARPAAPAAPAMPAFDPAMFAAMAGRGPPGAARPPAFDPALLAAMPGAG
GPPPPGLDLLSLLRPPTAAAAPPRANPARPPPPANPWAHIPDPPGDDDDDIYG                           
>Aano_F0Y7X9                                                                    
MNNPRSMEGRRLGDVAKELRACHSGGGLSQAAKAREPSMHVFLIDAWAQRSILGGRRKLEVKPWATVREVKNGIAKLLRI
PPQRQQLYFRSAELADHRTLEASGVHHSGATLLFDARPELTESDEAALEPVSCAALHGGDGALPPTLGRALLRARRALVV
GQKAPELAMDGTGGTYFLPGLDGAPEACFKPADEEPFCANNPRLFVGTAMPGTREAPEAEMRRGVRPGEAAKREVAAYLL
DARNGGGAGVPETTLAKSRHRGYEYHDRVVADKVGSFQVYVPHSGVAEDFAPGRFETQRLQAIAALDMRCLNCDRNAANL
LIPKQRRGAGKKEHDLKLVPIDHGFCLPEVLSIEWFDWCWIDWPALSAPVCEPLKAQIAQLDADDDAAALRDALDIRPKS
ARLMVAATELLKRGVAAGLTLRDVAMLIVLPEDASSKTGKLATAVARAAELADLAFAETHALGGALPRGVPATIRVSLAP
PEEKVLGDLDFDAVSAVDVRLTVAVPPEPAATKAHSSYYTQSKPIAIDCAEAWRDEASSSPEPSPSGPSSPSSSDVGCAH
GSPRWVDGLPSTVAPFAKGVPASPMRARSVSPTSDDDDGFVARFCGRAPPSARAAPKKS                     
>Aano_F0Y2V7                                                                    
MVAVNVSHSNLSQKMLELRFDLHQTVGEVKARLHLHHGTPADMQRLTLRDGGVDLCAMDDDSKMLGFYSVTSGMEIFVRD
VDPHSISRNGALENTDLVDKYRMDDETYEARKGTVREWIKEQKAADPNWKPPKPNGATNFANAKTAALPADVPTDADAAH
VVLGGRCEVSPGARRGVVKFVGAVDGMPPGVWVGVHLDDPMGKNDGTIKGKPIFESAPNHGTFARPKNVACGDYPNELDD
SDDEL                                                                           
>Aano_F0Y9G5                                                                    
MEAPLPETNGLAPPPQTNAPAPPGDVAAARAAASCVTVVVVVPNREHAAVELVLGVDETVGAVKARVREALGVAVGDQRL
IYGGRILGDAQTLGATLRDLETPQTLHLVVGPGSPAPSPRARPAPAPPARAAPPRPARPARPAAAADLPENAGAAVASLR
CYHDASAALYDEALANGGWARPPAPGDAVAAEAAANGRVSIRADFDAAHLADVAAALRALGRAGPPRPAAPAPGPGGAAA
GAARRLANHRVVLMLDLKLALKLAVAVALLGQDAGLGRACFLAGAAVVAFLFQTGLLALGLAALADRAAARGGAAAAPGD



GAGEPSARAALRGALRGRVPADGGGRLADCGLVLATLVMSLVPVWHLQQARVLRTLDDFCMPPRRIRKDDAAAAPPPPPP
RRRGRGPDDGARRVRAAYDFLRREAEAVGGSARPFGEAEAEAFLARLAGDPLLRGERGFAAACARLARLRSRRPAPRVPA
RAAVLARRGDEAWDVLDGRGALLGPAVDGRLPLATRSAGELAVDDFDALRFPDELRTFLRDARRCLRPGGTLVARLLDFG
ALAGGLEEIGAVVYERRGCLDAAAALHELERAGFSVVARGARPGGFAVLEARRRGAEDDDDEEDEEEEEGDDDGDALVAA
FLRRPGGGLPRGLAKTSLEACAQVSGELRAMEADARARRRLAADPPPAPVSLNLACADRGREGWLNVSGEWPGGYDLDLR
KGLAPLADGSCAAVASEHFLEHLAPRDAAAHLRDCRRALRPGGELRVAVPDAARHVAFYRARPGPPSRLRRALARARAAV
YARLFPRWPRLVARMLDLGAFYAFWDAEAFFGSPHAVHRLALLFLQVHPTRFPRGDDMNHEDAYDERKLAAALRDAGFAR
CERRRFDPEVDVSDWTRAAETLYMQRQQQRLERQQERQRAQRGDGSDEASLSSRYCTSVRRSRDVIVYLGQKTHSSYDAT
HKNTLNASMESLRHNMLKIADADVIVWHEGDLEPADATALDGAANVRFCLLTEETGWGSPPWLPVMPENKFSAGYRYMIR
FYAVTIWRTLRRLGYEWVMRMDDDSFVLSPVAYNVFDDMRDAGLLYGYRVVSRECPTIFGDFVEGFAAHSDARVVGDAPK
RRRRLLALRNATAPRRRAEGIEELDEESKHVIKFCGTWPRHCRKASMREALSAALRKANLGAGDAPGGLELQRDVESAVS
KNEAMALYGSKRPANWYCNGPGRLGYYNNWFVTKIDWWLDEPAVRRMIAAFDRSNLIFTRRCNDLIFQTAAIKLFLPLAK
RKRYTDFTYQHHTIYEGRVTFGGIETGTADAAASENLEAYLSRHIPDPKQRLKVDVDTCLVQATEGGPLEEIKYISPAKA
RSKGEADTSTHNVAVARFESPYCSADLRTYLTMRALRNGGLRGSQSQKVLPGADGAAMTASRPRPATVPAQHAYVFVRSA
SPERQQELAQLAAAAGFAARVHATSESALDELAAILAPNSREGLPAAILVDVFDEDGDGAIDQAEMSWPLLRMVQRPHAP
YDERLKRVFVLVISETVAASPRLTLDAFGAGARMVTPSDDDCKHALELLRLTSVKTPGQTAKRAMVRCPTCGHGRGSKRE
QNSQLQRLRPFSTRHGGMTHAQLFGHYSLCHVAEPGGDGQCPICQRVCRRGHGFESFAKHLCAKHQPENADADGDGFISK
RELHGAMASTAATSTKSKKNLKSQFMADAAAVDFRSPYVAYAWLVVRRPSDGKYLMVLESAATPGCGGKPCYWLPAGKVD
PGETLVEAAVRCCARDTHVTVEPKGLLRVMLEPTEKKTVRAILYAEPAAGCDDPAVTCPKSCPDFHSVGACWVDLDDLAE
LHETEFRHPDPPVLFPAVESGALVPQSLDHAAWHDLERTVAELTSTDDDGARARLIPPVWDQIVRAYRALAVHAATTVAP
AMGIQMH                                                                         
>Aano_F0Y4W4                                                                    
MAAIIRVLGLALAVHAARSDTCDGTCDARTINGSAACGLELLPWDGSFGATVATPMRDIVDAPCLHDAVRAAFAAHRLLR
WSGEALAPDDELAFMKLLPHDGSPGAAHGPQGVAGVDAEKYARWRVPARDEILLQGEGFVPAGHHGVPEGHLSSGKPIKE
WHTDGHYEAREPSIATSMYCVSVKPVGGDTLFMDARVIYDELDDAERGVFDCADIEYSRSPVSMHSSGYRALLEGESAAS
NVGSLYAEGAGRARAPGATHPAVWVLPDGDGRRSLPLAPMWIDKLNINGTTLAGDELQLLVAKVLARGERSLKTYAWTPG
DFVVWDNRALLHSATPNDGFSPEGLRLLHRIRLAGNLAPASHALQGLASNPSAMTPQKMRQRGTDPAKMCAFFHRDGAGN
WHPFSDAENALLERAHADGAPRCRLPTMGANPAGHRDFEVRFGANATSARMPAAPDTGMIQVNVENGNTRIVRRDAPAAP
DPFGAAIQLTQDFASSSAMYGWMLRKKLSGWRRGAWQRRFYVLAPRSGALLYFTKGLHTREVQLCRSADPAAPQAKGTIL
LRNAMILPETVDDDRPHSFSIVVPGAEYHVSAHSAQLKEDWIKQLIKVARGEPLDPPAGAPAPAPPPAAAPAAAPPPPRD
AAGPQATWLGVAGAMSFSSAGDRRGGATLPLGTPSGAVPLPAVPAAAASAAASGAASAAYAAMPPAAPPSYAAAPPPPVA
AAPDPFASLPVPTLDPAPPPPAPAYAPPPNPYAAPPDADAPPPDAPPPDAPPPDAPPQLPSPLPSKPSTEDIAESFGAVL
QVSGGDAAGSAAEEHSECPVCFDELHSRPCGVLLGDGGRRLCTHIVHLDCLKDLPSGRGTGKPLCPLCRRESGAIVPLPS
LFAEPRRWFDLLDVEGDGRVEPDDVLATLKSQLPLDESALDDKWDEIWDHFDMDGTGTLSYDEFVDEERGLRAFLAKFDI
GDRMAAAPPDAPRPPPPDITADKEKWFEYWDEDGSGALDEGEILRALVHSLELRGDRERVQNVADLVKAVLAACDLDGSG
QINKAEFLAPRVGLGDVIVENLGFFATGGGGAAAPPAAPPAAPAPADAPANFDLTVRTNGGRAYSSRDLPPGTVTPDTTV
GLLKDIVAQVHGETSVAHVKLINRGIALRDDAASLRDAGVREGDTLMLVVMQGAGAGRIGAAPAAAAPPAYGQQAPSYQQ
PQQPSYGQSSYGQSSYGQSSYGQSSYGQPPPSPYGQQAPSYQQPQQPSYGQSSYGQPSYGQPPPSPYGQQAPSYQQPSSY
GAYGQQSSPYGAAPPPAFAPAPAPPPAPSPQGRCRVTVPANAGPGSVMTVRAPTGQTVRITVPAGHYAGSSFEFAYDAGG
GAGAAAPPAPAYGGQQAAQRPMASGSLMRVVVPANAGPGSTLTVNVPGKGPHRIVVPAGCAPGQSFQFRVQ         
>Aano_F0Y169                                                                    
MQIFVKTLTGKTITLDVEPSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGVRIN
LCWMTAGNWNSEHIREGCTEGIIPGTGYIKFQVDVDLKSTNVAELKKIATASGSLPPLHYPVGFAFHGKYIMDEEGATLK
KYSVKRGDVVFMDVRREPFELQKTGPPTFGAAEEEEEDDDDAKE                                    
>Aano_F0Y3Y1                                                                    
MQIFVKTLTGKTITLDVEPSDTIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGHCQV
PCGIFDDPKLVAELLEACATIEKAMAQIQELYGKMSEGPLVLNQITRWINTKEEHCAKIIDLISNYCLCQRCKPFGTPGS
PFKTKEDYTDALLAHHAVMSAAMKAKQNVDPSFSAGLKHAVGDATLMYKPVAPPAAP                       
>Ptri_XP_002182250                                                              
MQIFVKTLTGKTITLDVEPSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGVYDP
SLALLAKGFNCDKAVCRKCYARLPPRATNCRKKKCGHTSQLRPKKKLK                                
>Ptri_XP_002179851                                                              
MQIFVKTLTGKTITLDVEPSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKVYTKPKKVKRVNKTIPLQTLKYYRVESDGKVTRLRKYSPVAGIGCFMAQHVDRYYCGKSGTTFMYDDMKESE     
>Ptri_XP_002183736                                                              
MQIFVKTLTGKTITLDVEPSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGHCQV
PCGIFDDPAIVAHLRQDASTIRKAMVQGNELHATVGDNILAMNQLIRWINTKEEHCKHIITTVSEYCLCQRVKKEVFKSD
EDYVEALKAHHAVMQCAMKAKQGMDVAACDALDSAIDTFAKMYTP                                   
>Ptri_XP_002182253                                                              
MRTVFTLFLSATLLGRWLAAASAPVPNVQVTLRGKKYDVTDVRTVQDLQDRIEEVSGILAPQQGRVLFDGKRLESTDVLA
DVGVADGAQLNIVPSSKAAGKVKKTATTTESKTDSAAMMEDYLRQAGLDGDKLDELMKGMSGSDGKVPSMEESLGMMNEM
MNSPIFQEYMSDPAKLEESRQMILNNPMLKSMMAGMPGMEDILNDPEAWREAMQAAASLYKNMDKNQLTQAMMGMGGMGG



GMPDFGGNMFDGTLDNSAAAAALDELDEDD                                                  
>Ptri_XP_002180512                                                              
MASEKIVEASRWAIAVKTVGGEGTTKDSFVVQVSPEDSLTRLQDEIENATGLAPHQQKLIYRGRLIHSHTVSGSSEGMDS
RCDAKDQEDDLKIKDI                                                                
>Ptri_XP_002180197                                                              
MQIFVKTLTGKTITLDVEPSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEPSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVEPSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLDVEPSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLD
VEPSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN                   
>Ptri_XP_002178318                                                              
MARPNRNNNGNCRAAYERISSDGNEELEAVLEGGESSSTSSLRRVNRIEQYSRISIGQEGGDDEEAQQLQQGYNDISETE
EQIEFNSAKGSTNDEDEETDGVRINVVILDYTQKKFNVAVSSSTTVAVLKQNGAIVHKVPASRQRLIFRGQLLADTTLLA
NAGIKEDGVIVHLFPKPRVVIQDSNAASGGNALNSDANAENSSQTEDADAAHVPTIFLETTEAERRSQILVLGSVEFIET
QNNVKLFSFMLLIISCIELLNLLAIALGVPQDQDEASYPVGEEDDILGPLPPSLETNDAWSQPSSNSSDTGSDTNTAGVT
YTDWSGANWVDLAVSVLGVYVAMLGLRASNENTLRLAKRYLYGTVLAGVGWMALNYFMTYDKDKQYAAERASHHTDTDFV
PIESTRELLEAALSVMVLPGMVWMLCVYRAWQFHRLLQEAEQEAEERIRNELDSSSRGRK                    
>Ptri_XP_002178189                                                              
MSGTGTTVDDSHGFSLTIRTSNGDRFDVLVTSSNDSDPTVRDVKAAIAARPGETVPMERLRLIYKGRILENESHVSHYAI
LPRSTLFLVKSSGQTPTVGSGNATTSSHRTASTGVTSSGTVAPTVPPPLFQTAPPLSSSTNPWGLANVNNSAGAFPPGMM
PPTDPQQLEAMMNSPMMQSLLDNPELMQNMMQAQMRSNPQMRQMMEANPQLQHVLNDPQVLRDALRVMRNPAARQQAMRN
QDLALSQLENMPGGFAALSSMYRDVQQPMEEASALMNHTESARTADPAHTQAGASGTAMPNPWGSNYTRASPAASNATAH
SNSSSNSNANNAATNPFLAAMGGNRNAASSANNNTGTTAHGTAATGNPWASTGMPGFASSLQQPPSPDQANLMMNLLDNP
AVTQMMQNALEQNPDMFRTMLEQQNPMLRSMFANNPEAGNDFIRQMMNPQMLRTMMQLQQNMGGMNPGSMMMPPVTPATN
PSLNNTSTGLDFSSLLQGSQGASRSNATATNPWAFPTPSNIRSVSTPVTAAPAADRYRTQLRSLYDMGFDDEARNVAALE
RVHGNLNRAVDALLSSPPPPTSTATSAPAPSTGNEDSGPPPEEAPKGSQEKKND                          
>Ptri_XP_002183276                                                              
MSSTKLYLRVERRNQTFCLLCETSDTIASLKTQLALAASQHSTDGVDADQMRLLLDTTVLEDDSTIAGLELKDDAVLYLV
YAVADNEYESVDVVSTAFQEG                                                           
>Ptri_XP_002178822                                                              
MKLPFALFATLLVLSSDAAISPWGGQVPHAPRTALASVLSVRGGMQLFVKTLTGKTVSIEVEEGESIEEVKAKIAEKEGI
PAEQQRLIFGGQQLQDAKTLDDYDVGDDATLHLVLRLRGGVVSSASSLARKFLGRDVELVDEDFVKQHLQGLTDDDRNLM
NAFVATSRSEKTSTEGSSTDPSETVSTTAPTVVRRALYWIGQAPKRMEGSPMEDVILASSPRPGEFDYKGKLVATDGKGK
STKLTKLFKRRDNENKLYDALTKMKLDT                                                    
>Ptri_XP_002178012                                                              
MKLLVKTLKGEKFEIHAEESQTVADVKGIIEATKSELSAGTLKLIHSGKVLKDEDSIASAGIKENDFLVVMVTKAKKPVA
AKPAATPTPVPAATPGPPVAAAASIETPAPTAAATPAAPTRADDVSAEAVANLTSMGFPEAEVKHCLRAAHGNPDIAVEF
LTNGIPEGVAEAAAAMNTSAVTSPSASSESSSGSGQPLQALRNHPQFNDLRRLVQSNPQMLQQVLTQIGQQQPQLLQEIN
ANQALFLQIMNEPVESSASVSAAPAVSGSSDAPSLGGLDSGAAAMMEGMGNPAQMAQMIQGMSPEELNQMAAMMGLSPDQ
LRQTAQMIGQMPPEQLSQFMMQAMGGGEGPESMGGSQVLRLTEEEMAAVDRLAEMGFDRSEAAQAFLACDKNEALAANLL
MDSMGDGGGAFGFDGSGNGNGDNGDGGDGDDMYD                                              
>Tpse_XP_002289203                                                              
MSDSQDNKSLTLYLSLTSSPSAPRIPLTLPPTSNASTLRRLASAATNIPLDSLKLIFRGRVIGEKSEGDVGLEYKLEDES
VIHVMGKPPVAAAGSGGGGAAAAAGTNIAGASVSMNSSTPATSNTSSPLASAMLTLRTNNNSETYRTALATADKLLSNII
SHPMEEKYRSIKKSNPAFHKRLGGVSGGEALLLASGFVVESGGGVESYVLRPSADAWPRLVAAGEEIQRVLTEANATSAS
SPSATYDSNNNNNAATSGGGAGGMSNLFPGGIPSNAMGGSLGGPGMEAAMQSMLSNPQMLQNMMSNPMVQQMMRNDPRFA
NNPMLQQQIETLASNPQMIQQMSQLMSDPGMRANMSRMMQQQQQQQSGGGGGDPFAGGPDAMRRQMEQFQQLSQQFRGAS
GTFGSGNNATGTSTGQSGSGAAGTSNATGGNNASSSGGGGGGGGDDQMTEEEMIAEAIRRSMEES               
>Tpse_XP_002288828                                                              
MTGDVSTGNRNASLTLTIRLTTSVRFTIGSGSDANNSITPSSTVRRVKEIISQCQECEFCAVERQRLIYRGRILSENDRT
LADYGIGTGGGAAGDGIVLYLVIGSAPSGGGGVSSPTQPASDQPTSPTQDPYNPFGNLSQMMSNMNNNNGAPDLAAFQQQ
MQQNPNMMNAMMNNPMVQSMLSNPDFMRNMMENNSMMRGLMESNPELRHALEDPELMRRSLEMMRDPSAMQNAMRNQDLA
MSQIENMPGGFNALRSMYENVQEPMMDAMSGGGGGANASGSSSNSVQSGGNSQGAANQAMPNPWGSPTSTTANGNNPAAP
VNPFASFGGMGGLGMPNMGGGGGGSNPWANPPDTQQLEATLQMMENPMMQQMMQQFMSDPEALRQMMESNPMMRQLRETN
PQAAAMMSNPEVMRSMMNPDTLRSMLQLQRTFGGMQPGVGGSAQSRPPAGGLDFSSLLGGGAAPPAGGGAFGTAPNPFLS
FPFGAPQQPASQQHHQPAPGERFRHQLQNLNDMGFTDRSANIRALTSGHGNVNRAIEILLENPPEMGGDDVEPATASAAG
AGGDAMGSNDTAGGEGAGESSEPKGNSEKKND                                                
>Tpse_XP_002286655                                                              
QIFIKTLTGRKQAFNFEPENQVLAVKQALQEKEGIQVDQIRLIFSGKQLSDDRTLESYAINAGATIHMVLQLRGGASDQC
>Tpse_XP_002289592                                                              
MSSSPWSIAIKTVGNRGVLLPPPTKADAPSAGTATSAATGGVNHAAHSTSQPTLSHANSALSAISQTSATSSNNEGSSSL
FTITVHPDDPLTVLNEKIELVTGLKASMQRLIYRGRIIAVPSIVDDGAVENASGSGGQSGGDGTSERGVGTNNSTNDDVI



VSNTTSLSMSPLPSGPVVAPTLPNPGEQQVVLQQLQHATMTGQHFHWPTGDELIQHMDSMMERSRQHEEEDAVLGVHDDA
TTAATRDEAGAAIVTGRELSEEGGLGVPTCPTPLGEFLEGSFSHAANVNNDNNKNRAASTNNCATEEGTTNGEEEEDDDD
DDDDDSQDPQSILTNMAVSSQSGASAATQDLRVYERSTTTAGSFGIVANNLREEGGSASSANSTPDSQVTIPPPPPPAAA
MPTATTTANTDTITTLIPNTSNNITKQSTQKQQQQQPRVRDVTGLCDGQTIHLVPRPPPPATATANNSNTTNNNSSRANP
LTGLPVATTGEGGNVTSLSGTEGMSLLAALLGLSNGGGGGATGAMGGGGGEGLSGIVERAVMMSVLDENASGVSAVGGGG
GLFTNPSTAEGATTTLRESETFPRLAPITSARRMLRQNNSNPATGTTSRGSRSARARARAARLTEADIRVPDPGSMEPVR
QGLMTLHTLLGNALLQMNEENVRLNQQTNEELGVMDGEDEEEEKMASMGEDEMTEQRVVRRPISSCSSNPLQSHRQWYRG
QWLDVLDTVNQWLEATVVDIVLPSDILPSYSLRGIASLGDSITTPNPHSGRTISKRSIRRRTPDAVVSANDLEGRRRLLL
ESRPDNEEEEDGNGIEGIYNLLDEGYRHRQDNDGVQLLLIHYNGWPHRWDEWIRSDSERIRPFRTRTRHHITSQHMSPTP
QAVFQAAPATHIMDEDDDVERASLLPELQRVLSSVNEVLSSALPNERRREPEDTSPFSPSSDTAHLPWRLPNHGIETNIS
SPEDDSSDTATFGRRSDPRSQLNIAQLRQLAPLIDRLGRTLTDAAPHIAALADSLPSSVVEDANASQSLMEEDHIRSLAA
TASHLYFGTGDEPATSASNEEQRNTASPVVTEEGVTTNDPDLTDYINGMVNTTRGGNRNDRESNNRDPLATDLLASYLSS
AAGIGSLGGQPITTGLGGGVGGAGPGIDIHIHAVVTGSNGMPSFGGAGGGATATTTTTNGMGALTSILTNNNFTTPSLNA
SGGAFGGINQQTNQDDTDLFSELYSESPSGVNLHGQENEAVATATEIEESCNDLTQMFDECRSIEGESEESDLEPPLDDE
AVITGQLSNESAEKRTTVSSDSHDGVGNNISTADASSGNNGTLTLSASQESIASPYTASTSQLENQRGLTTPCTSYYTTA
WGGGLTTPCTSYYTTAWGGGLTTPCTSYYTTAWGGGLTTPCTSYYTTAWGGGLTTPCTSYYTTAWGGMWGSAN       
>Tpse_XP_002289355                                                              
MSTIKNQDLLALKSYITAADSTQYASLASTTLILDLTHSNLHQRHAEIRFDKHDTVDELRRRIHQKSGTPPCMQHLQLKS
AGGGAVFHEILPNMDSDRMLGYYNLPLGANVHCIDIDPYSSSANGAYENTALVEKFTLTEEEYDKRKGTLRDWGRKQKEN
DPDESAADIEYGPESIQHLTLTSRCQVQPGSRRGSIAYLGPIPELGAGGHWVGVILDEPMGKTDGTVQASGVRYFEAPGS
NRGGFFRGKNVVVGDYPERDIMDELEDSEDEL                                                
>Tpse_XP_002296269                                                              
MSQRQSISKSPGRRPTSSRQSSASSYTSADFIHTSSLLNLRIAGLDHHFDLSIEPTSTLAALKSEIERRTELPAEYLRLV
ARHKKLDDDSMVLGGTIMDETGIKEIGIGLENGTKILLLHSANYFNDKVGVEQLNTLNKEIDKVDAGRKDKSMDNKTVHE
LITQLCCKIDGVETNGSEALRKMRKQTIRKAEGVAKKSDESKRGIDP                                 
>Tpse_XP_002293248                                                              
MIEVVLNDRLGKKVRVKCNEDDTIGDLKKLAAAQLGTRPEKLRIQKWYTIYKDHITLEDYEIHDGMGLEL          
>Tpse_XP_002291659                                                              
MNLTVKTLKGGKFTVEVEAEKTVAEVKVAIQTNKDLPASSMKLIHSGKVLKDEDKIESCNIKPNDFLVVMIAKVSSWLCT
IAKAATPAPTAAAATESTTVAVPATPAAATNPPTPGAPSASTSNAAAASTPAATTAPASSVSSPDEFPAEVIDNLKALGF
PESEVRVCLRASNGNPDVAVEFLMNGIPPGIGGGSQPAAATSGGASSSGAGNGGPLDALRSHPQFDDLRRLVQTNPSTLQ
AVLSQIGQQQPDLLQAINANQAEFLQMMNEPMISAMPQEQVQQYMNMAMQAQVLRLSEEEMAAVDRLTEMGFDRSEAAQA
YLACDKNEALAANLL                                                                 
>Tpse_XP_002290143                                                              
MQIFVKTLTGKTITLDVEPSDTIDNVKTKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKVYTKPKKAKRVNKTIPLQTLKYYRVEDGGKVVRLRKYSPVAGIGCFMAQHHDRYYCGKSGTTFLYEDMKE       
>Pinf_XP_002908052                                                              
MVNLHVKTTAGKKFSVDLALENCVLQCKEALVTHTEVPASLQRLIYKGKVLKDDQTLESYGIQAEDTIYFVKGSARPATS
APAASTTTPAAAPAATPTPAAAPTTPANPFNFPLFPGAAGAGTGASNNGNMFGNAMGAGGMPNMQQMQQQMMENPEMVRQ
MMDSPMMQSILNNPDIMRNLMQSNPAMQQLMEQNPQLNHIMNDPELLRQSMEAMRNPAAMREMMRNQDTALRNIESHPEG
FNALRRLYHDVQEPLMDAAASGTPAPSGPAFTMPGVAGGTTNANSTSSSTTQSQASSATSSTPAVAANPWASAGAATGTA
STGAAANPWGSAGLGGLGAMGGMGGLGGNPEMMAQMMQNPMFQAALDQVTRNPDQFVAQMEAMNPQMAAMMNANPQMRQM
MSNPEFLRQAMNPQNMQAMMQMQNAMSQLRGSGLIPGLEGMDLGAGPGAAAAGPANPAAANPFAMFGGFPGAAASTPAAP
AGNPEEMYASQLTQLNDMGFSNRDQNIRALQATFGNVQAAVDRLLSGSI                               
>Pinf_XP_002906247                                                              
MRSDSDVSVEETQHPTLQRQHQEMDQDEDTSKEEKETPETKDEDNKEDAGQQPEEDADPEAINVRILDLNGKFFNIPCRL
DWTVAQMKQKVLESTEVAVASQRLIYRGRVLEDESTLDSYKVEDGHTIHLFVRAAPTPDPEILNAELNANGSSSSARDDG
ITVVNINSDIVSSAVFPSDSARRVDPLMLDSPLGNCARRVKLWSSFLLIIYTMKVMGQFALLANDQQQRAAQREQEAAGA
SETDQPMNRYDEYPQYYTPDPLIGGLELMVHCFGVYVGCVGFKAAHDTDIRPIRFYCRGIVWLAILTVAEQIYTTVQISE
TDFPTERVQYPYGGQGPTKDDIVSANIFQTIMLVVMWIIAIRHSYLHQREVSIYNQSFAAAAMNAAPPVHLPEVV     
>Pinf_XP_002906241                                                              
MTPPAAASMPEPAAEPPIAAESAQLSLKVRTLDQRTYPITICAAASVPQLKELVAAETGVTLARQRLIYRGRVLKNDQTL
SAYSLEDGHVLHLVVRAVPPTDAASRASASATSAPDPSAGQGAPPAGRQMPAPYQLRQQSSLTPPRDNDEPDPTMGRSGN
VTVPFLNSMISNLVTQIEEGVGPTAARGRRRTTFSREGSSGSTSAEMEAATARALRHHHRNRDGSGRQRHGRRSSSTSAE
RQATLRARTGARLESSLQHYRKETPTQP                                                    
>Pinf_XP_002903188                                                              
MQIFVKTLTGKTITLDVEPSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAIEP
TLAALAKKTNCEKQICRICYARLPPRATNCRKKKCGHSNQLRIKKKLK                                
>Pinf_XP_002902716                                                              
MQIFVKTLTGKTITLDVEPSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKQYTKPKKIKHKHRKVKLAVLKYYKVDDNGKIQRLKKECPAPQCGAGVFMATHFDRHYCGKCHVTYQFQGEDSA    
>Pinf_XP_002997968                                                              



MVNLHVKTTAGKKFSVDLALENCVLQCKEALVTHTEVPASLQRLIYKGKVLKDDQTLESYGIQAEDTIYFVKGSARPATS
APAASTTTPAAAPAATPTPAAAPTTPANPFNFPLFPGAAGAGTGASNNGNMFGNAMGAGGMPNMQQMQQQMMENPEMVRQ
MMDSPMMQSILNNPDIMRNLMQSNPAMQQLMEQNPQLNHIMNDPELLRQSMEAMRNPAAMREMMRNQDTALRNIESHPEG
FNALRRLYHDVQEPLMDAAASGTPAPSGPAFTMPGVAGGTTNANSTSSSTTQSQASSATSSTPAVAANPWASAGAATGTA
STGAAANPWGSAGLGGLGAMGGMGGLGGNPEMMAQMMQNPMFQAALDQVTRNPDQFVAQMEAMNPQMAAMMNANPQMRQM
MSSPEFLRQAMNPQNMQAMMQMQNAMSQLRGSGLIPGLEGMDLGAGPGAAAAGPANPAAANPFAMFGGFPGAAASTPAAP
AGNPEEMYASQLTQLNDMGFSNRDQNIRALQATFGNVQAAVDRLLSGSI                               
>Pinf_XP_002997933                                                              
MQIFVKTLTGKTITLDVEPSDSIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEPSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVEPTVVL                                                                 
>Pinf_XP_002908510                                                              
MPSVKRKREPKSSGDSRLADPYLLQTPPCRFSDHHRKRGKNAGVLRNCVDNPNCLYGLGESQKGVWQGSRLVRRVFGDDP
RERERESNKHGKPMPCGLRNLGATCYLNSMLQCLFVNLPFRQAVYEWEPKGQLVDKEQAQQMRALQKLFAQMQLGNESYY
DPTEFASTLSLNNVMQQDAQEFSKLLLAHLRTIFGHSRFSRHWDLVDRIFQGQMSYVTKCLKCKNKSMRPSSYYEISLNI
KGHKSVEECIGSYLSAEVLEGENKYFCEHCDAKQCAERYLELKPQSLPSTLMVQLMRFVYDANAGRKKKLTDVIEINETL
NMTELLRRSGHAEAFDGSGDAVYRLQGYLNHRGKSAHVGHYTASVAYPKPGKRSGQQDDESAVDWFEFDDAAVTDMTKSD
AAKERSPGKKIRSRDIYMLLYTRDGAAAITNTSNAEPEPSTVCRSEVEAVNVAFNAEVKEYARKVSGMEARIQKRVDAYK
RFFEKSQPYPDTSAAHFYWVDTEWLRRWITGEESDSSARKTTSSSQVEEEESKEATPNAAEQNADDDCIIVDPPEANTVA
ESECSGDEKLSSTNCENGDVEIVSDTAPSASPLASPDTNDEPDAVGTTKLNCEDIPFTKPFDVSRFCCAHSSGLDNGAHE
PILRFAPENAPRMKRVSAKLLTYLRENCGEERNVEDSTPMRAFESPTYRCAACEKEFRNKLLNDVDRLKEVSEELELLRG
SPASVAAAVASGGAYLMSRAWIKSYKMHLQMLHKELSHAALKSKKGRRSLTPQDIKEFFTASKEGNGSSSNDTGDNGLGV
WQKPINEDITCVHGNLTLEKRTYRPVSAETWSYFSAKFPYRAEFAESATETCPQCQVDDMASKECIQVERDARDELLSVS
ALDCLYRRKPRGESIRLVDVFELSTAQGGSGLEQASSWTKRDAARTPRRMFLVSRLWLAQWREYIRNVEEDSPASLTLSS
LLCSHQKLVLPPGLLAAHQGQVVDASSLEVELVTMDEIQALAERYGDLEMSFYYGLLKTNITDSEEEESYVVWRQCSQAS
LQYGNEKVISSEGCPDGVVPLVCQDENEEGVICAECQENSDRRHQDELENFSNRVVNVQQLSDDQAAPTTENLTSDANTS
GRRRSRRFRPGAACTWPVAANATDSVYMLKAKIYSEMDALPIRQRLYYKGELLEDYRTLKHCGIKAGDAVFMRLSEDSAD
DLVMDESLEREVGFADSVFLSRTLNGSATGNTQVEVVKVKEVPDTSGDRAMALAMAGSQETRVWVCSACTFYYSLKSTTG
SDKQNIGSKMVTHNDDELEMNWTAEAVDASDNESVMSADSEDEFEDEAGLELASGVKRGREEEVDDAMNSEDDANATKKR
KTDGKQKHNGKGLHRMTQADHFKIVNDAYTKHRGGQMTSLELADGLNEAHFVAPKGLGKHRLDLLPSYIHHLQPSFKRDF
VGKGKRRDKSPYFLILCSSALRCVEVIKHLTSFKCRVAKLFAKHMKAEEQAKQLAFNYLPIAVGTPARVKRLLEMDALSL
KHTTHVIFDMEKDKKQLTVLELKDTATEMMDLLQFHFIPQLNKEASSMKIVLF                           
>Pinf_XP_002909606                                                              
MASPAASSVAAEKIKVTIKSETKAFSLETTPHESVAGVKAAYQESGENANFILLLHKGKELPDEKTLGELGITDGDVLVH
IEAAHQPFHPLNYKHLAESIKNRRKHEDNNMQMLKEDNIWAAGSDGTVHRLGMEKSIISRSLNGSLPPHFATKKAGSGRA
FFNQLSVRVNGCSFHVLPSMEGRWNGELTTMPPQDEGSQVCSNDLIFRDDEGVWSQRQSRTTMSGLTSMQHMWIKPVSDG
ILKIETDDPSLRGSDITMQELGTNVIIITATSKRSGRPLMVETITGIDSSRRLRTIQRFDESGAFRSVYVMNEVRVVDAV
SGAMEKYDNVF                                                                     
>Pinf_XP_002907569                                                              
MMEPERTDNITEEKPLLSGDCVGITINDDNNDKIVLKVKTLSEKPLRVEIFPSATVGELKEIVKKKANAEGKFLRLIHQG
KMLSDDKATLESCKVKTEDFVHCAISSAPPKAVVNQMAATDSEPEERDDPSTRRGFDRLRDRLSREEIQALRLYFYPQLS
VYISQAERVPGESSEDRIYRLEEEWMASQGPQSEFALNVVPTARIAMDAQIDMNGMNNSILAADNEGTGTEFLWGFLMGL
LLGVFMLLMLLDRSVPRKQKVGLLLGVSMNFFLSVVPRAVSDQ                                     
>Pinf_XP_002907168                                                              
MKLTVKTLQGVAFPLDAELTDAVSAVKQKIKELQKFPVSQQKLIHAGKVLKDDSTLAEYNVKENDFLVVMVTKPKAAKPS
AAAPAAAPTSTPAAAAAAASPVAAAPASAAPNTSSASSSTSPAVSTPSAAPATTAASSSSGEGSNVVSDEQMSATVQQLV
DMGFPEDQVRSALRAAFNNPERAVEYLMTGIPEQAAAPAQTAVPSSGASAGSDDVANSLEALRNHPQFDALRQLVQSNPA
ALPAVLQQIGAQSPELLRLIHQNQDRFVQMLNEPIGTREAGSAPSSGSGAGAAPFDLGMGGNGAMPTPQQIQQLVDSLTP
EQQAQMAAQMGMSPEQLRGLSQMLSNLPPGAMEQMMASMGGGAGLEGIGGGAGAGAGGHRIMLSEEEAAAVDRLCEMGFE
RTDVIQAYLACDKNEALAANFLMDSGDNFGGGAAGGAGGQGDDNEDIYG                               
>Pinf_XP_002903892                                                              
MSTLTFPILWKDAHERGIKGVIELSMSDLPLKGARVRDLFPVLNTKINAKFPFERNSREVETFLLYGTRVSRDRSLKALI
PELRSCPRFVVSMRLYPNWAPRSSIRIFIKTLTDRIILINCETTDTVVCLKSRIRDKEGIAPDVQSLVFAGKELENHLSL
RTYGIKNLSQVHLVRLMRGGGGPPRMFADWRIVRRGLNIEGRCKNVECAAYQHMVIHPKQYEAFNLMRDDDIRCPICHSK
VKPRTCGFYDCVWKFDGTQEQNGFSIISQWKEAFGRNLMIVARRRDESTEVMLSPSAQATGISRSDKCSICWSKFGLTAS
GFVVTISCGHSFHCSCIDKWSGWCMNNGTLPSCPVCRREVQTPAYA                                  
>Pinf_XP_002903856                                                              
MGGITLSIPFTDRFSQGLQGIVEVQASDLLENASVSSLIGVLNAKFRAASDEKGSARIVDNMLLYGAELDHSRELDAVIP
DLTSSSARLVARTRFIPRFVDVTVKTLTGKCMFLSVPVNYTVGELKKQIYDREGIPPDQQRLVLDGRALEKRNTLEHYDV
KAECTLHLTLRMRGGGGPIDFADLDYEDTWLVELQLDAKAPGWRTCTEGINIEGECKNRRCKAFGEMVIHQNGYEAFNLS
TDTDVKCPICKKPFPPITCGFYNCAWKFDGKRSRDDFSISSTWRNARGEKYYRFDTDQAGATVKWDSLLIVAKSKRDAIA
LSAVCHLSSCVLEDASSQQPGSRARHLDSRTPTSANRMCNCGNVPVYSQLHPNDRTRLLGDVECGSKMKVDFDKRRLVAL



FGTDGPINFQKPFFIMCFSHAAPIVILPLMFIYYRVWGSPEDQRSGFNLLRVLERHSVIPLSRLWRLSAFFGVFYLVSDY
FWFSSFKNLAVATGAAIFNSSPLFVYCFSICLLSEQSVDQEALRRLDSVRRSDDGRDESRRGDNDEEAKGASIVAAMMML
TAAAMSAMFSVTLSKFIGDDMNDIFTLFAFSGLCGVFAFPPWIIGTIFFANSPIPSLYEDVGLPTNEEGGLRVDCGYRLL
RDQFRLFESCDLLDVAT                                                               
>Pinf_XP_002901365                                                              
MADELTIKVVSGTSENLHVRVDLASASVLTLKQQIEQQNAQRFPISAQRLIFQGQILQDDKMLTDYHVSAGCALHLTITP
GAVAAANRQAAGLAPPSQLRTFLQQMRDNESHDQYATAARTLQKICANIVGHPNEDKYRKLRVDNAALKAKLFDRTRGQD
SVKLLGFQDGVQAGHLVLTPTPEKWEILVACKAVVDSVVTSLGGAAPAAASSFGAPSMGGLGGDFASQAQTLLQNPAMLQ
SMATNPMVQQMAQQNPMLAQALQNPALLAQSMQALQQNPAMMQQMNQMMSDPNAMAHMQQMMAGGMGGMGGLGGFGGSPF
ASAAPSPAAVNPFAAGSGVANPFASAPTPAAPAPTPFPGTASASAAASSAPTSSSAAATSTDNGDEEDEIAQAIARSLQD
Q                                                                               
>Pinf_XP_002901143                                                              
MADDAPAASPPPPASPSPQPFIQTPPDSPQHAVESASSIPFNDSLHLRLKTLDERVFDVEATLSMSVADFRAKVALATAV
PVPRQRLIYRGKLLKDGVALAAYDLQDGHTVHLVAKPPANSATSSTTQTTSDSARPREGNGQAWNLANLRSALRRTGATT
TPQPLPMLREILDEVAEAPQEAAEGMRIGGLSGPRVQESAIDLEPITQGILTMRTVLSTVTQEQEDERVEEDAQVEQQTV
GQATTRRGPRQFFVGQWLDVKDTVNQWLESTVMAVADGKVLIHYHGWPTRWDEWIDVDSDRIAAFRTRTLHAQNTQRMSP
TPTARVPSAPRVGDNNVRRMVVNVRDLMREMMPHIDHLAGLCEEDLRREQERGQAPTEVESDSSSVDYVAVQTGPSGPTS
MDPGQARESEVSEVAHMVAPLFDRFGRLLMDSARYFDPLLRPELRETSQRQQERHTAALRRSHGGSAQRQAASVSASMEA
QDNSLSIRDLIATSPNAASESTQPRRSIDVHIHAIVAPASLSSFASLSRGNNDTHSNENGSTRRVQTPSTPPIGRSFGFE
DGPDEADNSRVPLLGAYRHRSDSSESDQQQRRAVARELDDFLSDDFFGASFGHEDEDSDDEASHSDAVQSTYRPPSPSGR
ISSPRTPQSETTSQFSSGTIGVIPEVAAAEERLRAEQASSQTREDENGRTSSASASSSSSFPTFLEVMRRTLSGVRNFVH
SDVSSPSQETGNSVELVSGFSLPSSSSSSSISSASSLSTPPMSPASYPSFGTSISRPRSPSDSSIDEELDLDEVD     
>Pinf_XP_002901012                                                              
MAGAAQRRRISTRSTPLPLWSNPHTRELCFDVYFHLPGRSALGRLSVHRSQSLTCMRAALQRHFGVPFEHQQLFLHDEQL
EGDDDLIDYGLQDKSVVIVRISPRFRRIGDVFSTIRTIRFPSPISRLEDFQIVEIPAKLPPLRIVLQRIFHAVSYLTLLD
RKQEQRTHRRVWRTHVTFWDRETVSVPLTLDDKRPSSYGLQASSTDHVSSLLALAKVHGVQARLHRPTSHRSSGDLRNLK
KWFASLKYFSDAQLPDSVFQELARTSTYLRVQSGDFVFRQGETGDCFYVLITGCVSLAAYSTGFFRTLTPGSCFGEISLI
EPQGLRTATACATFCTTWTELAVVSGDLYRRAIKPYKQVVLRATEKAIASIPRLHALPPHIVTHLAYAAKSLTAREGRPI
ICRGEEISVLVVLIQGRVKPQRSSDKKGHSPRQRHSLHGMSSHWKLVSCSVSVKTR                        
>Pinf_XP_002900074                                                              
MQKDEAKMSRSLPGGWLESGHGAVVVFVKDFRDPLERRKKLMLRPWASIKDVKDQLQVVFNVPSNAQKLFYQGRELKNAH
NLQQCGIYQDNAVVDFVARRPQNLAMAYTHECDDGRVSNVSSGRNNGEGAILKKSVPSRVNGKASQNLRPEQMPVVNIHP
YGAHLLPVALMKITHQALQGLALGLAPVLAMDGTGGTYFFKDPSHRNVGCFKPQDEEPFGPNNPRGLVGQLGQSGLRRGI
LSGEACERELAAYVLDKDHFAGVPATSLVESRHPVFNYTGSAGALHFKVGSLQEFVRHDDVVSDLAPNQFSTHQVHKIVV
LDMRLLNTDRNDANILVRKRRSPATGHAEYELIPIDHGYCLPQFLEIGWCDWCWYNWPQLKKPLSAEDRAYVLSLSAEED
ADRLAKRIPLRRGCRRNMIIACMIVQKGVRADLVLFDIARIMCREDLDTPSTLEQMCTEAFHQLQVVKQRKQNGVIFHHA
NLQPTITPVTKTSDPTIAEDPMTTPIVIPASPRAPFRNLRVSIDPPSLRGSLSIGCSPVASGAQSPPGFWASYAPFSSDE
EDEDTQECAKFSTSNAGGRHTFNASGKQRFSLHWDEMASHALSDAVKHAGNGFAGSIATPASAPSNGHKMMIEQNASRSP
TSSFMGAEDDKDEFEILNDALDDDVQDENIFLSILGRLLDERIEAIKR                                
>Pinf_XP_002898241                                                              
MHLSIQEGIMQLFVETLSGSPLTLSVAADASVASVKQAVEDVEYIQNFRLVCAGKQLTSGSLADYAVGECDTLKMLLSVN
GGMRAKWRKKRMRRLRRKRRKMRQRAR                                                     
>Pinf_XP_002897785                                                              
MAKTDPVPLTRSPAEISTLNSLRSLPDFLQYSQRPQSGDPNDRGRNVVTSSVTALRSLCNTQGRCQSVSNTAEPGSLQRW
LALAEISAELDDDVQNLEREIQVHERKRSALERSNLTKLPPAESCELGTKLQCLQEVLGTARFRTYCRDLFMLVRNLRLR
LDLYGFRLLAFERHLCRDRLVSVEKLLWLMNETERCLPTPEETNRPESTMAESSPPISREDFALLFQHCSGPETPEAVVV
TEGFMTLLRSLPLERTTVVRYVFEQLADSRRGEGYRPPPDYTRVHHIHAAIKLQRSHCSTAEMEAAEAWLQVVGTEAVTL
QDLLQFHLTVSDAHVSEDAQFVRFVQRMWGFDPLAVKDADRGDAIQRLVENYTARCNLLELITRKRELLAKIPGAQARIR
SAATLLESELQHLRALQAPAGLSLWLQCDEDLRLSGNKLTSLPSALVAIPNLEILDLSRNMSNQLRMLPVEIAECTQLQT
LHVNDNSLQSLPKKLVQLPYLETLNAAHNELTEIPSEWHAFETQNDGSRVLHSLMLRRNPLSNKILMSIVDGSTDSSLYS
TTTGLNEDEEGLSNRSKWRGVARDVCHYLEQRLRAMQRPSTGRHSAPLRADVKSFERLIRALPFTCSKRELTHLVRRFIV
LDDAEDEEPTKRTRQIDGLAFLQAIERFGRWRSISTPSKRSMNSVLKPVADSAGPIIQYLVVLHRRMQQEQEVTERGRSA
QQKLQFKKKLRRQKETAKTPGKKNPGVAKQKLSPSRNRASQQPMKPSKARADVLADRQRQRIQVLEQQLVDQKLLLLARQ
QPNVGRNRSSEDNNDSAIAPADLALVSDKDRRERQTGDGTVTIRVKCPLLREKIGNQQMHTMENNACLDCCLHVQSDESV
LHLKHQLEAQTGVPVDHQILVTNSGRRGAPAIRLRNNSKLREYSEHVGGWAPGHLTFRAMSVKLQCEMA           
>Pinf_XP_002897374                                                              
MQIFVKTLTGKTITLDVEPSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEPSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVEPSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLDVEPSDSIDNVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN               
>Tgon_XP_002371893                                                              
MQISIADDDSGVVFSLEVSAGTTVDALKALIEAETRIPPNEQQLLVDMQPISRDAATVGAAGIPDGSMILVRRLPEAPVP



ALAASPPSVGSTDAVAPPVSGASGRSRQAGSTGGRRGQQSLQSLFDFSNIVVKDGKAKAQTRQRETTPRPARSATHHASS
AERTEGRAGTPPLSDDEYLKQQAQTLINVCAAQEATLSVLALENPPLGEVLRQAVKESREGRGETESFGKLVEHLRKQLE
ERRKAEESRLQQLNSALANPLSAAAQAFMMKEIHEKQVEDNYLLAQEHLPEAFGSVYMLFIDIEVNGVPIKAFVDSGAQS
TFMSYACAQKCSLLRLMDTRYRGVAQGVGKTEIVGKIHLATLKIGQRFFPSSFTVLQDNKVEFLFGLDLLRRYQCCIDLK
KSVLRIDNEEIPFLSEKDITKGMFGRADTPNSLGSPTATSSGEDKKMDVDSSSSSSSSSSSSASPGPLRQQSTTSLEPQD
EAKVQQLVDLGFLRTDAVDALAIAGGNVEAAATFLFNQQQHDQENLS                                 
>Tgon_XP_002371483                                                              
MKLRIRTLSNEEAELEVGAEETVLNVKEKVEQRWPHMPAARQKLVHAGKILADAQKIKDCSALKENDRLVVMVTKAVSQP
AVSSSTAASAAPASAASPSPAETQRGSSAAGSTAGDGESAKSETPGGSGNASGNSGGPANPAHASSPSSAPDATSEGLSR
AAAESALFTGPQLEETLTHLVAMGFPRSQAEEAMRAAFNNPDRAVEYLMNGMPPEVSAMLGGDSAETQEAHGDVPPEEGD
AEGDEDDENPLGALRHHPAFNQIRQMVQANPAMLPQVLQLIGNSNPQLLELITQNQDAFLEMLQSDQGEGETGAAGTGGF
AAPGIIQMTAEEMEALQRLESLGFSRHQAVEAYLACDRNEEMAANYLFENLNDLGDDAGD                    
>Tgon_XP_002371031                                                              
MEPSFSASEGSSSSRPEGAASSAGDEILLVNFRCIDGRTFSLELPADIDIADVISLVADEVDWPSNRVRLIYHGRGLTTG
TTLQSYDVKSEHTIHVVRQQAPSPEGGASSGGESRDESEGTGPAAAGASTASGSNAGALGSTQPGLTNGTGAAGPMWTPI
SLPGGGTMMVGHMQFPAHVTMNLAPQQTAPQQRSGTGQTSAPGAPGHHGAHGPNFLANSISQAVSAVAASVSSAAHAAAA
ATSAAQAASNAVAAFRGRAVPALSASLSSSDSRADGSGSREEAGASGRGESAFSTGASTTRGGSSSAAVQSPFASPRPHA
GLGTGATPAFSTLLRREGASGTAAGGPSSSGPRRAGEEEEEEPHAGGSSERTPETEFYFALAGALESAAHSLLRAADRVR
QEARSQISGSPGQESSRAASATPTHPSNSAVEAALPGQATEATGTPPSAGETGDASQTRNETGAERGARHQALQTPLLQM
IEQPTVALPGGLTAHVLPVAVHVTVDPRSRSEEGSGTSFGTREASAQRREGMEGAATVDLEPEQRRPRAARPRELMITHD
FVQRLLPWTELRDTLEVIHRERGWTLEELPRVSTQTGAPPPLSVFLPSFVSALNLVAAMLQQFMGWQQGIARMSVPAVGR
SALALARLSATTAGLSALLTSIFNSMASHVDATELAAAMEWHTDAPSDASPGEQPSGQAAASAAPGGAVYAAEREERDGQ
TLRGPLRAGETSRGPGSGDRRRRESEGEEAESRGRRRVETSTAGGLGLRVMQMRGGDGKDERECEEELDSSQERRLADDV
AAAFGEGSSPPVSPSSSRASPRASAPSVVSLTSSNAATAGSSSSSTEPRDAFLAAVTGGASLSSLTRSPLGAGGRDTGAG
PSLSGNSVSYSPTSSQSARPGFLSSAADRKEHDDDSFPSSASLSADPDLLSEAAGAAQAGRGADGPDADCMDGVEEETGP
SDLQGLRGSGVCHGAQADSVQNLLCSLGRALPGESRNPARDGDGFGGRGEGSGRDAAQEDEAIDEDVRMRLQMWTGNSQQ
FSRNVLAYARPHPFSSAYRSGDVTQSSSMRSPTGEAVENVLSLSWHRALNRVNVGEEPRPPASLAPSYLALLMREATTSA
RNNNDFAMQQDRFPHIRLALQLLQDAERPPLQQATAYE                                          
>Tgon_XP_002370734                                                              
MQIFVKTLTGKTITLDVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLDVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGSR             
>Tgon_XP_002370581                                                              
MEVSANQEEADDFSPHCPSIDTFLKKIGKDLGLDADGVEDIRARLLVNQITTGEALEAAVREQRLCGLFHPRVTEAIVAR
VTGRGLPMFDLDEFMETRLRVKNPAKFLHGAIFVHRIAPVPGTRKGRIAVTWAFDLDLETTTVAELLQRLELLVGDVPVD
RMRLVFNGFSMATTSSLQSYDVRSGDTLYLYTLRDPQTQVTFTGAPQVLATPQPLHAPLPVGLAPAAAPVRAPLPMALLC
APSACGPTCGAGAQVSGFPVSPGAAPTQEQRPEALQAGAGEPEMGRAFLTTPSTGTHVVPTQVSAPQVLAPQVAAPVLSA
VGGAVLTPAVCPSMYGYVTPGAQLAVGAGGYGDACLVAQPIDRRVETCKCGSYTAFRYPAPGTRVTTCASCPVNYQQTSN
>Tgon_XP_002369514                                                              
MQILIKTLTGRKQSFNFEPDNTVLHVKQALQEKEGIDVKQIRLIYSGKQMSDELKLSDYKVVPGCTIHMVLQLRGGC   
>Tgon_XP_002368776                                                              
MKLDVRVINLEDDSKQTVTVESWETVKTVKNLIEQKTGILESEQHYYLGVQLIEDSMPADQLRKKAKAEDRVPPDDSDGV
HVVEVKMYTGKAPIDFDDSFFKDIIKKLQTHEQIMKHISVRVHRKGDDAKYNFHLDISFLTVESLKEDLINRLGPSSLTG
LNADNILMYIRQEQPGRPLEGLQIRDRFGTRSSMEIEVFPINPEVTVVCKVKKWGLKTEEEFNIRIQDHFLLDDLKQILV
TRLRSSANPKILQRDYIVGNLKFKLNGISINSKKEAALKRKYGIPAGELWLRAFNLKEGSLVVIPL              
>Tgon_XP_002368400                                                              
MQIFVKTLTGKTITLDVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIIEP
SLALLAQKYNCEKKVCRKCYARLPPRATNCRKKKCGHSNQLRPKKKPKN                               
>Tgon_XP_002367193                                                              
MEPCTVTVTDFTGGRQGSDKDKLVVEVDSDITVAELKQKIIDMRPGLVASRILLYMGKVKLEDAKQLTTYNKSKRTKISL
ELYDILDIKVKVKTLQQCGTGGCVIMPIWAFCCRQTYVLEVPDHETVGFLRKRICEELGDNENYPLSKIRLSFERRLLAD
DWEELRSVGIKDGSTVTLFVKLFYFNNQKAAKDAEEKKNAAVSSTPVNQDEAAQEN                        
>Tgon_XP_002366992                                                              
MQIFVLSVGGDTLALEVAPTSTIRDVKEQLQARQGIEADDQRLCFGLHALEDDETLGELGVEEECTLYQSLELLGAGKKR
KKKTYTKPKKQKHKKKKVKLAVLKFYKVDGNDKVTRLRKECPRETCGAGVFMAAHKNRTYCGRCGLTYILNAEE      
>Tgon_XP_002366689                                                              
MEDHSQPRRSSHSEDSLQPRDSSPPSPLASAEDRREATLALTPADGGERNEKRETEREEASEDESKERGNSDTELEIPVT
VKLINGQTTHVRVDPAISVDEWKNRLEPIVHIPPQEQRLVASGRVLQGSRCLSSYDITANCIVHLLRNRDAGGAASRSSG
VSSAGQSSTRGISSSQIRDLAQTEVHPFGLGEGERDLVQQLMQSPLMQQLTDSPDFLRMVMDSNPQLQQLREQNPELNHL
LSDPQIFRQSIQMARNPALLREMMRSTDRAMANIEALPGGFHALMRMYHTIQEPMYAATIDAAAADAGGASEAQRQAYEI
SRNACEPVEEMPNPWAPQPPSPPSETPASSQQFDRILRRGLFPVNPSSAQSNVGRACFSMNDLRRKQHLPASPVVF    



>Tgon_XP_002366054                                                              
MPPAKVTFKVSGGSQFVLELEPEWTVKQVKEKCATQTEIPVQAQRLIYKGRILKDADLISTHDVQDGHIIHLVKSAAAVA
ASSNNAPAGGSSSASQPSSDSSAARTSSTNTSAAASAPPLPNPTADPFLQMFMRGGMGAGMPGTGMPGAQDSTSGMPGMP
GLPPDMNPDTLMQLMQSPLLQQTMQNLSQNPQMLRTMMESNPMLRQMMPMMQNVLDNPELLRTFLNPQMMQASLQMQQAM
QNMQRAQQSTAQGDGSSGAGATATPGAGLGAGLGGVPGATGGAGQPDLMSMMQQAQQMLQQNPELMSQMMNVFGNGGVSG
GMPGANPFMGGFGSMGSFGSMPGNPAADTRPPEERFARQLESLREMGFIDRDANIQALQETGGDVNAAISRLLERGIGN 
>Tgon_XP_002365086                                                              
MIEVILNDRLGRKIRVKCNPDDTVGDLKKLVAAQCGTRADKIRIQKWYTIYKDHITLEDYEIHDGMGLELYYN       
>Pfal_Q7KQK2_Q7KQK2                                                             
MQIFVKTLTGKTITLDVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLDVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLD
VEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGF                   
>Pfal_Q8IIM8_Q8IIM8                                                             
MVINVSFKVTGGKEFTVAIEPDITVLDLKKICAEHVDIPVEAQRIIFKGKILKDKESLTLYGVADGNTMHLVRSAMATKD
VAQEEKESNKNENATNNDQSRPSNENNNEMGDNPLVQMLMQSGAGDMGNFNSALGGADNFNLGNFANMLNANGAGDFNRD
TISSLLNNPLARSVLNELSNNPEMLTNLVSNNPILRNTFSQSPLMQPVLENPNLLREFMRPEILQAGLQIENALNMNNNN
NNNNNNNSNRPGGAFRMEDILNNLNNLNNLSNPNNTTDNNNNNNNNNANPGNNLNSFLQSPELLQAFQQVMSSNRNLGNF
NFPNANMNLDFNTTNVTDNRPPEERYASQLSSLQEMGFLDNAANIQALQETGGDVNSAVTRLLERGFN            
>Pfal_Q8ID50_Q8ID50                                                             
MQIFVKTLTGKTITLDVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGAIEP
SLAQLAQKYNCQKLICRKCYARLHPRATNCRNKKCGRTNQLRPKKKLK                                
>Pfal_C0H4U7_C0H4U7                                                             
MIKKVHICLFIIFFYVIFLIHICKGIRLQNYKNERINNRHMLNTIRNNVSIYQNKHISNNNTKENKCNIMINYYDKSNIF
CKSFLLSMEEKDNIKNIKKKIEEIYGIPLTLQEILYDNKKLENNITIQNIIKDKQIKILNLRLITILPHLFLQKDDDNNT
NKRNDVSSSSSSSSLYNNEYIKSNKRITYLKNKLTYYGYLTLLNEYKKLSHILENKKYILKNDDILESFKSFDQEFEKTL
KNNNINLHKIKKEINKLKHIDKKKLLLRLEVDYPLMSNNLTKRIKQLFQYYYMGDITTIIKFSIFFYILYKYADYPNHIK
KFFLYLSILFLISPFKPFYKFSHFLFFSVPNNILFSGFTNILSASYQQILMCQ                           
>Pfal_Q8IM64_Q8IM64                                                             
MKILINIPYDESLCLESSNINNIKNVKEQIFELKGIPYELQKLYKNGRHLEDEELLEIDKSDYAYTLNLNFGLLGGAKKK
KKKVYKKPKKEKHKKKKVKLAVLKFYKVGDDGKVFRLKRQCDNCAPGTLMASHFDRDYCGRCHLTIMKK           
>Pfal_Q8IB31_Q8IB31                                                             
MYVTTGTNDILLTINDYVNKETASYQLTDISNNTLISEIIEKIKVLKNYTYSSTDLVLYFARVECKLSEKLSTYNKSNRK
TIKLELYLSKLITINVRTLQSCGTGTSRCIPFWSFCFRQNIKIKIIDTCEVRVLKQKIYNLTDESTSIPVENIVLLYKGA
PLNNFLTLKESELIDNCRIDYFVPLCYIYKKKKEESDEDEDENEEKLKEHTKSEDKKVDTQQNENVKSENVNNENVKNEN
VNNENVKNENVNNENVNNENVNIENVKNDNNDNAKKC                                           
>Pfal_Q8IEG7_Q8IEG7                                                             
MDELTYMYKYKNKNEQKVIYVNNIGNFLKKIEYHDDNKICEVLKRNDLLNEDNKYLYQGKNGLLNLEKTFSHYEIKTGDT
IYMLPEPDPLPYLIYLFHQESGKVYSIELNHMDSIDMLHKQVERVLKIEEENQMLIYNGKCLHKKRTLKEEMLTRESLVT
ILDKRDIPDIQNGNEEL                                                               
>Pfal_Q8I2T2_Q8I2T2                                                             
MAEERNTIKIKIKSINNEEYELNVKDDMNIEELKSIIAEKRNVNINDIRLIYQGQCLLNEKKLYDYNIQNDHIIHLVVRK
KDNNTNNNNNNSNNNAEHVNDNMNNNRTYEHVNEPLNFNFIPNMNQPNNGNQANNNNIPNSSSIPFYFTHMRLSRNDNME
NDLMGQNNICSLLNDIMSQVNINPNFIYGAAAAAATSAANAHENIFTNMMNQNMTDMNMNSNQRRENTGEKNNTTTTNNN
NNNNNNNNNSGYNNNNSGYNNNNSGHYNIYEEEKNQHKQNTETSLNKDNRGSSNSTSNFIQNGKKDNKQRNVKEEEILEE
EKSTNQRDYYKDNKNDTKIYDEEQDDKHKDNFHNKNSVDLHRNKYERDDTKYESDEKKYKSDEKKLENYDEKENLEKKQK
RKNKVNDKKIYQKNEIRAKHEYNSNNSGSSSDGKKSNSSYSALYTSNNEEEQEDEDEDENEDEDENEDEDENEDEDEEDV
ENEQNKKYNDLKKKKKIKITNKHKKKKYYDSNSSISPNEDAYVERIRRDDRFRNEYDNLLEPNFHYPYMYNMNPMNHVNN
MNMVGPYQAPHKFVHNNNFSKYTYPFIGAPTIIKDLKNERNKKKKSKHIYQRDDVSEICDNEKDIKLEDYLKSKEMKKKK
KDEKKSKEKNENKKKDNIKDNMKNKKHREHFMKNIYNNNTVDLNNSNNIYNPNIATSKNIVDMSNLIKNSNECYSGGIED
SYFSKNNYANIVPFNDIERNNQLIRNDSLRRNSRIVFNDENIEDGDYLSSENSVSANMRSIQMTSNNRRNSAIRRSHMKC
LNDVNDSEYNNVEINIPWRVIEQLLLLLEEETGYRRPDLSSYIHSYYNSNSIYVFFYLFVHINNIINSIIIQFNHANILN
NDITMASFSRISLILSLASVIFSRLSNFFYVFYDNFYYQNFTNSYNRYPGSINHEFLRQIRNLYFSNNNNNRMHNNMNTN
FYSYNNDPIYRNNNMHGMNQPINNNNNYYYPNQFFRNSTYHNSTSNMNINADMYGSTNNVNNNANRNNYYPLPYDIRNSA
NRTNLQQEFEDYYKNFLPYVSDNKNMILRRDYSVSHKEGGNNYHINGKEDNYRSSRAHKLSNHDNYMERYKTRGKQSMHD
NINENDHNNEYNNNNNNNNNEYDNNNNNPFVQLDKQGGKRLSHKSHKKTNDDNDKDKKKKNHHKKKSSNENNLFKDTNSY
KSKSASHSFSDATSSHQEKQEKKNNLHNENASNKLNENTGNDADHIQNEDNKMSSQNNEIINNNKNDTNVEEKGNVNDDF
VNDNFIYYDSNIDDIYDKSDEEKERQLQKGENNKGYVVEPDDDDDYDNNNDNNNNDNNNNNNMNSYEERQNTPINAGLNI
VNNIINNQYDNVNIIENQSDISQPPMPNINFSSLLNSVQNHMANNDINEEQPNDKFEGVPDEVKERYTNWVENSHIFSGQ
MIKICRNKRPLSNAYVGSNASKDNISYSNFLPFLWKKNMSSLNVEYDLEITDELLNAFDFHVLEFIKKSIKNNEDYKSEK
FKYPNLSLCEELFEEMEQNKDN                                                          



>Pfal_Q8I545_Q8I545                                                             
MIEIILNDRLGKKIRVKCNPDDTIGDLKKLVAAQTGTRADKIRIQKWYIIYKDHITLQDYEIKDGMSLELYYN       
>Pfal_Q8IEI4_Q8IEI4                                                             
MQILVKTLTGKRQSFNFEPSSSVFQIKMAIEEREGIDAKQIRLIYSGKQMHDDMKLSDYRVVPGSTVHMILQLRGG    
>Pfal_Q8IJS8_Q8IJS8                                                             
MKIKVRTLQNNEEEINVDPDDSILDLKKKVEVVLADMPSDKQKLIFSGKILKDEDKATDILKDNDTVIVMVTRRIINKNN
QKEDINKESLSKIENNNNNNNNKSDDNINVTTSNTEEQKENKENKNDNTNDNIYNSFNNAESMLLTGDKLKESIDNICAM
GFEKEQVKKAMILAYNNPNRAIDYLTNGFPNENVNVNVNENINNESNFSNLLNSENNPLLEENSSHPLSSNEETFRNSTF
FNAIRDMALSNPQRLPELLQMIGRTDPSFLEYIRQNQTEFLAALQNYGNNINDHEEHSDDNLDNADDENAIQNDSFLQDV
GQQVLSDPNNENINIPITPLNENEMESIKKLESLGFPKHVALEAFIACDKNEEMAANYLFENMNDFTSE           
>Pfal_Q8I3J3_Q8I3J3                                                             
MTLVNITVKWKNQVFNNIELDVSEPLILLKTQLWQLTNVPPEKQKLMYKGLLKDDVDLSLLNIKENDKIMLVGSAESLVE
KPKDIIFEEDLTNEEKQKIHTKENIIFEEQGIVNLGNTCYFNAVLQFLTSFDDLGNFLRSYKSKESKLIKTNKDILFDSF
IEFAHSFEKSSEPYVPVTLLKSFRDVYPKFKSVNLRTKQYAQQDAEECMNAILTCLNEQTDNKIIDKLFSFQIISNMKFV
ETVEQHEQKEKKDEKKDEKKDEKKDEKKEEKKEEIKNINITSNNNNIDNNNDNNDNNNNNNNNSVQQNDHNNKDISHNNI
FETTQEFNNKLICYMGTPNTPVNHLHEGIRLSLHEKIRKNRNEDNKECIYEKKSEINSLPPYLIVHFLRFESKKIVESNN
SGVSVVTAKICRKVSFPDTFDMYDFCSEKIKEELKIARDIIMKRKDKETSLSPQKENIQNIEQNNINNQYNQNNSNDNPK
HVQEHTNQINKEELIELPTGEYELISVITHKGRNEESGHYIAWKKMKKFFSSNSNIDQNESSNKKTKNANDSLWLKMDDD
KVSTHKFSSIDFYGGCSDYNIAVLLLYKRKNISCTPDEMNMDIKE                                   
>Ptet_Q6BGD9_Q6BGD9                                                             
MNLKDEQFNEEICVKIKTLDNHTLDVRIKQSSTVNDLKNLIEISSTIPSSRQRLLFKGRQLNNEDTLVSLNIEDQCVVHL
VANMPEFESSPLNRGLSTSSIDEHDNRNSFDVQESRRNSRKKVLQQRLHGFQQLPTRNSLQQNVMTLHNLLQSFNTVAEV
IEQGQIFAQKDFELGQWIDFKDSYGEWLEGYIGQKQQNQVLIIHQNGEEWIGVPSLRLALFRSHTIQKTYHMSPILNNHE
QQQLWTFSELLGQTAMLLSRAGNMMSRLADSVEDKSIPQNKKADMSNLITGMIEEQRRIQEEKVEKQDDVTSLKSMKSMK
SDKISIDYETSSIKSMKYIVELIRSDISKLTTYFIGHNHNTMMAENIAEEEENSSQDMSVDNQRDAANISKEFKENYAYY
ETSLLAAQLAPLADRLGRLLVDLSPYLALSGANINNIFQNHPNSNISNLSIITNEGSQYSTQAKQYYFQVPILLTPFELH
TQSQQGISANRIVGDNVDILNHLNNNNNSNSNSNPRQKKISKKEEEEKQQFVTLSKYKPTQQYHSSYQQQQQQQQLQQQQ
QQQQQQYQQQMKEANFQVIDQDDSQQLQQYQSSKKQSTDGQIKKKKKGKEVSFSEQINQLKKDKQF              
>Ptet_A0BUT4_A0BUT4                                                             
MQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGMEP
TIAAIAKKYNVEKKICRVCYARLPPKAHNCRKRKCGHSNQLRIKKKPKD                               
>Ptet_A0CPU4_A0CPU4                                                             
MGVCSNKTKELNYQEDVHNKNQIDQQYLHLLDIQNPVNVNHKFDNHFTLIQNKYTGIGIKLTNQYTTNLSRSEWELMQNQ
FWGRVIKSYKDSYKDSTHWSSIRNALLQDDECTSHFLILESSIAILMLSKLKMINNTIQLLISDKQVFQVPVFVINEPIS
WNNEHLVLNFEKFSLKVICYHIQVSIRSSKLPKDFLIETESTSKVLEIKQKILEVAKEKTCRLYLNGRELIDKNYLGNYN
ITSGTVLNQLHLDNSSFFVIIFQKCLVLIYIMHKQKEQILFKCHLQHQKPELEDITTFNINKIIETNKYASIFELILDNC
KFIMDTSFCLEISSQFIPISIDCLNNCNIVTLQNIPKIDTLKRLTLDYNFIQNSELIHLKFYQNKLLSLSIMQNQLDFSD
SSLLQEFYLFDKLLQLSIAGNYIHITEYESIIARDEIFKNMKNLVFLDTIAKGEYLSTCMENQYKDQKQEQAYLSRLDII
NWKAEMEYNQKIND                                                                  
>Ptet_A0BZP2_A0BZP2                                                             
MTTISIKIKHGTDQIEVIEIDPNVTVKELKEKLTPKFNSEPSQMKIIFQGKILKDNDILSNVNVKTDSTMHLVVTKQQTQ
PPQQVPPQQQQQQQAQQPVGGQQQGQGLGGAGGAGGMGGFGGMGGLGGMGGLGGMGGMGGLGGLGGMGGMGGMGMDPQMM
MQLLSNPMYQAQISQALQNPQIRQQLMQHPMMAQMIQSNPQIQQIFDNPQLFQMFLNPQVIQMALQQMGGMGGMGGMGGL
GGMGGLGGLGGVGDQQNPPNPNNAQVPPPGSQNAQNPMAGFDIQNLMNLMGGGMGGLGGAQQTPEAAEQKYATQLQQLQE
LGFTNKQVNLEALIATGGNVEAAVDRILNMIGP                                               
>Ptet_A0C654_A0C654                                                             
MIQIFVKTLTGKTITLDVKSEDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLQDYNIQKESTLHLVLRLRGGMQI
FVKNLSGKTITLDVEPDQTIDMIKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLGDYNIQKESTIHLVLRLRGGY      
>Ptet_A0E5Z2_A0E5Z2                                                             
METQITLKIKTLDNQITSFSIDPNNTVQQLKNVIQNKLNIPFDKQRLIYQGRVLENNKTLQDYKLQNDHVVLLPGQPIQE
DQLIQNQTQQSQQQQQQSQQTQGVNEFLEMDILSNILRTLTSIQQIKCKKNGTTIEEQWQELQRFRLGFNVDKQVSLEGI
RQNYQTIKQLLDSQVKPEELKQEDIQGEYVNPFDPKKRTFQVGQWIDVKDTIDQWLEAQIQIVEQNRIFIHYNGWGSRWD
EWIDIQSPRIATFRTYTVGSANQDFLCPHPVSDPDCEVEKQEIDMHKFIFDVGHMMNQVTQLLIEFGRFENNKRIAEKQI
QLQQQYQQMLLNKNKEMNPEESQFEMRKKEKELNEYEIKSSLIGSQLAPIFDRMGRMMTDLAPHLALMGSKTQRVNNNNQ
QQLLFQVPVTLTPNEIYQSQQNAPTLHSRLEIINNRLAILRMTEFIQQEDSDDDHFTI                      
>Ptet_A0DAJ8_A0DAJ8                                                             
MTDIKKLYCRFVTGMTVELDIRQETKTVNQLKNQLSEVINLTPERLYIGFETTLLDDNDYLSAKGITDSDTVHVITSQLT
EKIAYIKK                                                                        
>Ptet_A0C4J6_A0C4J6                                                             
MEINVVILNGKQIKIEVQIEKTTVNDIKKKVMEKSGIRFEDLVLIYNNQILKNDQTLKNSGIDKGVTIDAETADTLTKKY
KQKIEEEVNKWRQKFSEQQNQKEEFQEQLTKVTNQMDQIKNQYQQQVAKGNEIEITKLKATISGLEMDKTELFQQIQYFK
QEKLDLQQKVEDFLKLKEDLIGKTYEIKGLQKELEYAQNRGNQTKDDIIRELDISRQQIRRLEQQIDEVKTKNKELEVEK



VQQQMKSFISSNQNEKLSDLQQQNAHLEKKLAECKSQLHGLFEQVRTLQSRRDDELRASTNRLDLASAERIQNFEMQISK
LTAEANSSKKSFEESQIQLGNARKQCFENDKRIIELEKSVESLANQLKENSQGMKEKEKLITELQIQKDELQKDLDLYKK
LLQQYKNNAEKGDPKKMSEMDIENKKLVDALNAREEQRNKEYQREEQQRKKELLERQEKLKQEQSKQQDLMQKNKEQRQK
TAQFLKRQMFESHGKIEVCFLIDVTGSMDPYKEQAMMCIKESMKNIKIKTNRDALWATVAYQDFEERKQLGGKYKQLNFT
PNPKEIEDYLSDIPCAGGGDAAEDIRGGITQMVQNLDWSKNFKIAVLICDAPTHGKRYNGGVADRYPNEDIEDAINLLIE
KNILFVAILFNKFTLPMFEEIKKIYQKAEKEELLLFADLENTEQGKIWQELVDLVSQASQRATQTNNKGTRSKQAAANKR
SQTGAMEALCKSIKDPSKFDELPGVKTVLVKFGVYRVELKQDAFEGNLENIRRLDINRDYSVYEEGKWDCIRTETFFAVG
QMKQVFLMKRISNKDELYVIKMPLGDTTYKSQDEAVVECRSHLISKCLMKKYINELQEARDRTDRTIKIPDVKYSDFLIL
KDLAQGNSYWIAERFFSGDFVKYNNNYGFISDENIDLNHLAQGYSYYTYFISNFNYMVSDVQGVGNYFTDPALNTKDGNF
DLTDMGLDGQSMFMVAYGGKKHMGRKYLDLLGIPQP                                            
>Ptet_A0BPJ8_A0BPJ8                                                             
MGVCSNKSKGLKYQEDQYLHLLDIQNPVNVNQKYANHFTLIQNQFTGKGIRRTNKYTTNLSRNEWEMMQNQFWGRVIKSY
KDSYKDSIYWSSIRKALSQDDEKSSIAILTLCKLKLIGNSIQLLITDKQVFQVPVFIINEPISWNKEPLVLNFEVSQLQV
RIRSSKLPKDFLIQTESTSKVLEIKQKILEAAKEKTCRLYLNGRELADQNYLGNYNITSGTVLKINKLDNTGFFVIIYLK
MVAQILFKCHHKLKKPEYEEATFTVAKIIEINKSTPIFELILENCRFTLDHDFGIQISSLQSLIYLGLNNCNLVSLQYIP
KIESLKRMTLDYNFIHNSELVHLKYYQDKLLSLSIMQNQLDFSDQQLLREFYLFEKLIQLSIAGNFKDVTEQESIMIRNE
IFKNMKNLVFLDTIAKGEYLSTSLPNQFSDQKQEQDYLSRIDVVDWKPEKEYQDIDQ                       
>Ptet_A0C2N0_A0C2N0                                                             
MQIFIKTLAGKKVSYNIEADNTIQQLKMQLQEKEGISSEQFKLIFKGRHLQEDNKIADAQMQAGDTVHMVIQLRGGF   
>Ptet_A0DJV4_A0DJV4                                                             
MGACSNKSQNLNQKEEQITQLLDINNPGNVNHRYAYNFTLIPNKSVGTGIKQTNQYSTSLSRIEWDMMQNQFWDSHKDSS
EWQLIRKALSQKDESAALQILSQANFKLIRNSIQLLVRNKQTFQVPIFVINEPTFYSNQNFELNFETSILKVIKKAIQVR
VRSSKLPQDYEISTQNTSTIQEIKQILLEVTKEKACRLFLNGRELIDQNQLGNYSISSGTVIQAFL              
>Ptet_A0E9Z7_A0E9Z7                                                             
MNLKIEVLGSKAQFVQLDSNLLVEEAIDAIIKKLKLKEQNQQLGLYINGIELKRNTRVIQKNMFANDILQLRKVEQVKQV
QGIKLRFNNQTKIAYVYLDDLNIVLYDQVEKQFSLSKDSFNLTFNDQILKKQIPLKLNQIDATSIVEVKTYNQFLQSKQM
IELKLKYQMECKNFSFDLYGKVFQLEESAKALFQIKQDICIQYDKQILLPDQSLVEVDINKNNCLLILPKDSYQQSLSYV
NIEIEYNGQLFPLQVSTDTLINELINLLKNQLDLTNIDIMKGYQVLPIDQTISQLYIKENSRLNVIPKQNNTLKLEIQIR
NNIEKMEVENETVIQELIEQIESNFQLQNIELKLSNGQKLLLKNQTLKQYNIQNGTLLLVESTQQQQIRQSNGNDFYNNN
NTIKVSVLYQQQRFEYQFLNNQLIQDLEKKMREKLNCPNKIQLVDQNKVLNLQNTFLQEGITSGCVLQCNILIDKIRIIE
QPIMQKLFLKLIILFQNQQKEQMLDENTQLQAVIQSIKQQFSIDYEIYLKTKDRNLDSSKTLKENQIKDNTQIFVQKAIF
KLTIIFKGEMQTLEATYDTLGEELQQQIKNQYQIVDDFDLLINGKKINPKQYLKDQGVKNQQILDVQIKKGQGIKILEQK
NLDNPKNQQMQQQSQSQTDQKFQKVQYQQSQDGKINKTNSQDKPKISSKIIVREIVDMDQNSNFKSEQVFIKLKSNNLKE
SFEQIIEMQYETTISEIREYLIGNYQINNEIKLIFKGKELENNQNLANIQIKDHETIFVEPNSYH               
>Ptet_A0ECD1_A0ECD1                                                             
MDQIEEERKIIQIEIKYTTEIHKNVPIDLNGTVLKFQETLQELLKVPIEKQKIMIKGSLLKKDQDISKLNLKNGQQIMVM
GAREEHLLNLKQGKKIFEEDLTPEQKAILLKEKAGIVLPIGLVNLGNTCYMNASIQILRRVNELNEYVKSNTKQGQGSSV
KFFNALKDVFQKLELKGEPFKPQNFLAVFFQLYPEFAQRDNQMQLKQQDADECFQNILQTIQPLTAYENEEGKVKNLIQE
LFEIELESTIENQDIPDEPKKVAIEKGRKLMCIIDNQSKPVNTLVEGITVSLEEQMEKISETDQQTHIYKKTQRISKLPS
YLLCQMVRFYWKQGVQGKEGVKAKILRNVAFPKILELYDFCTPELQQVLQAGRDYEKKKLLEMAAKETDELEQFKKDLEA
SGKMVPDDTREIYKQFKAKKLQEEIKNHDDQLYRKHGYGLDTGNYELIGVLTHTGREADSGHYMAWVHHSGDDWIWYDDD
KTAERKIENILDLRGGGDWHMGYYLLYRKLEIE                                               
>Ptet_A0CD99_A0CD99                                                             
MNICQCSDKPQNKFTIIVENHENDRDYIEVELKQTISDVKRRVFKNVDPAKSQLYFKRTKLLNNRTIQDCGLTKDSIVYI
IYGDNISE                                                                        
>Ptet_A0C6T9_A0C6T9                                                             
MSFRIQVTDPVKDKISILEVEQTLTVLDLKALIEVEFQIAVARQLLIYGGKVMIDNDTLSKYNMQNDDLVLIERKQKQQR
TPLEQEAIKLIKHCQQNPHLIEGMRSKDPKLAESIENKKLAGVIEYIQQQKQKKFQEQQEYIRKMQQLEQDPLNPENQKL
IEEMINKKNIEENREYAQEFIPESFGTVTMLYIELSINRHPVQAFVDSGAQSTIMSKACAERCGIMRLVDTRFQGIAQGV
GTQKIIGRIHVVEMQILDQFLPCSLTILDGDGIDFLFGLDMLKRYQCNINLKDNCLIFPNEKLNVQFLPEGQIHRRISIQ
QEQEILKRQNSESQIEEEQPIKISTQPEQQQQQQQQQQQQQQQQQQQQPNTHTRHPESSIQAIINIGASRAEAIIVLDQT
NGNLEIAASIIMQQKYGFN                                                             
>Ptet_A0DL14_A0DL14                                                             
MQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEPSDTIDATRKGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIT
LDVEHIRHY                                                                       
>Ptet_A0E6I1_A0E6I1                                                             
MNLKDEQFNEEICVKIKTLDNHTLDVRIKQSQTVNELKNLIEIVSSIPSSRQRLLFKGRQLSNEDTLISLNIEDQCVVHL
VANMPEFESSPLNRGLSTSSIDEHDNRNSFDIQENRRNSRKKVLQQRLHGFQQLPTRNSLQQNVMTLHNLLQSFNTVAEA
IEQGQIFAQKDFELGQWIDFKDVNGEWIEGHVGQKQQNQVLIIHQNGEEWIGVPSNRLALFRSHTIQKTYHMSPILNNHE
QQQLWTFSELLGQTAMLLSRAGNMMSRLADSVEDKSIPQNKKADMSNLITGMIEEQRRIQEEKVERQDDVTSLKSMKSMK
SDKISIDYETSSIKSMKSDISKLTTYFVGHNHNTMMAENIAEEEENSSQDMSVDNQRDAPNISKEFKENYVYYETSLLAA



QLAPLADRLGRLLVDLSPYLALSGANINNIFQNHPNSNISNLSIITNEGSQYSTQAKQYYFQVPILLTPYELHTQSQYGV
SANRIVGDNVDILNHLNNNNGNPRQKKSTKKEEEEKQQFVSLSKYKPTQQSYHQQYQQQQQQQQQQFQQYQQMKESNLQN
TEQDDTQYIQQYQQQKKQSADEQIKKKKKGKEVSFSEQINQLKKDKQF                                
>Ptet_A0DL17_A0DL17                                                             
MQLLMSTLTGKTIAIPFEPSDNIRKVKLKVQEFEGIPFNQQRILLEQSELDDNQTLSRFVIENNTMLKLLLRLKGGGQVF
VKTMTGKTITITTEYDKTIGELKKLIYEKIGIPPQQQKLIFAGKVLDDCKKMEDYNIQKESTIHMTERLKGGFSDKI   
>Ptet_A0C8K8_A0C8K8                                                             
MLEYFNKWKKIDDLPPIADEINFQENQNIQLCQQNMNQVIKQQGQEENENNLIFLDLKEFGIQELQTEVIEMSQIIEEFM
QRIFQKYLTSIDTNNIYMINEGGLLDKKHQLNFYHIKNNSIIKFIKMKQTYPEKWIIIIKTLTGKTLTLEINNKDMSIEQ
LKMLIQNREGIPPDQQRLIFEGILLQDGKMLWEYNIGPESTLYLTLRLRGGCFPGNAPIKLFNGRTKIIKEIELGDIVMC
YDFEQKQFKSSIVVFKKISSEKQQLIEIISENGSIICTPNHPIYTQTGWKALEPHPNFFIEKLTVTDLIFDSNERLVNIL
QINQLKDTEIVYNITTSYPNNFIAFDFLVHNMNKIFIQINGFNEEFEILPYFLVQNLKVIIEKKKGIPMIDQQLYYQGIL
MKDHFSLEDYKLLQNGTEPDLLILKKLQYEINQNTNSETCVSIITHNSQYQLQIKKNQKIGKIKKILEFVESREQIERSF
ILCNGKPLRSKNIDENKTDLANVQSIFLIDQQSGGISMRFTQEINDQQVQTASQLKDSLQWLGNPQINEFIQANLEEING
NQQKKYYYQQIPLPCMIAVRLYTCDLIYRKLNNDLRTSDYRRWKQYLRYLMEGFRLMKYYKGVAYRGIKDYQNTTLYKKG
KIVQWSEVTSVSLNYKIAQHFSNNKGMIFNIQLISGKDISKISIYEGEQELIMYPFSTFVVDEVQIKPNQPHIVTMRELP
LPRSHCVLLWVDDNPENNFNYAYEVERQNNNISVIFCTSTKDAILIISKYNWMIYLSESQFRVISDMVRIEDGKLNYNAG
IELLIHLYQKMKYKNRTIIFCGDQKRAQEECRSRNIQGNFEITNNEHVLKQFLQFN                        
>Ptet_A0C9Z9_A0C9Z9                                                             
MQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKNITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ       
>Ptet_A0CAI2_A0CAI2                                                             
MQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAEHSQIITIQRGINPSLGFKIKRRNTLTGKTITLDVEPS
DTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTID
AVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDAVKA
KIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ                               
>Ptet_A0CR08_A0CR08                                                             
MQIYVQMPNGKTILIDVQLEKTKVNDVKQKVMEKSGLRLEDIVLVFKEEILKNDFLLKQYGIDKEAKLEAETAETLTKNY
KQKLDALENEVQRWQQKFGEEGAQKEELQDRLKESLIQLDQYKYY                                   
>Ptet_A0EDR3_A0EDR3                                                             
MKIIICNMMEQHLEFQVNPNDTVLQLKQLFCEKEGSVLANCRLTHGQDELHDNQTIQQANLKEGDIVYYSMHLGF     
>Ptet_A0EAF2_A0EAF2                                                             
MKIIIRYCSQWGNMSTKTCTVNPNIKVAQLKQQIAQLTDIREEDQTLILNEHTLEDDRHLFSYNPEDCQFIYVNRENQAV
EEEAPETEVLEVQKGYNRMKGYEKLGIVHEDSEEEDDTRKKSVGMHKSQMEIAAEFIKLVKCNDIPAVKAMVSNHKSPSF
DIINDRQYCGFSGFHYANQQGHEELVVYLIEEGADINFCTKDRQSPLQLALKNSKIECAKLLLSKQVCDVNYCSQGKSAL
QLAVQKGELDIVELILKHPNFDAQAVDLSEIKGDQHATQLVTYHCQQKLNKAQELVKPKAQKGYIKKVNVMKFFHYKRYL
TLDPEAGTLCRYKTESDCPLNPIETIALSTIVTVWNPKREWYMKSDHEYLSVSFKKSGVEILLFCSKSKTTILSWKKSLE
DSILYYKETERKIAQLSIQGDIMALNQYIGNGGGGQFNLIADSRCQSLNENAAQHLKVEAQQVQEQMQQQQQQLQQQQQQ
QQLSPVRTLSPVEGNHGNESHKQYLIHYSIIKQVGQGAFGKVFLVKYNPTNQVYAMKQLNKRKLLQKKQVKFAVTECDIL
KQVDSPYIVNLFQSFQTLNNLYLVMDYCGGGDLSFHLYKHKTFNEATCKIIIRQLMKAVEYLHSKDIIYRDLKPENVLID
NESKIKLVDFGLSKQTEIGKARTFCGSPAYLAPEVLSQKGAVQATDVYGIGTVLYELLIGEPPYFSEDLDTLYNNIRNDN
LEIPTRLSKPCQSLLQSLLQKEANKRIGCKIPSQVNWNIIKQHEWLDWDNPQEKVNFGLTQENLASVVKNYTHNLGDTDY
SEENYKLNRIVGWTFARVV                                                             
>Ptet_A0BJQ8_A0BJQ8                                                             
MSFRLQVTDPVKDKISMLEVEQTLTVLDLKALIEVEVTFILKSKFQIAVARQQLIYGGRLMNDNDTLSKYNMQNEDLVLI
ERKPKQQRTPLELEAIKFIKHFQQNPHLIEAIRIKDPKLAESIEKKKLAGVMEYIQNQQQKKFQEQQEYIRKMQQLEQDP
LNPENQKLIEEMINKKNIEENREYAEEYIPESFGTVTMLYIELSINRHPVQAFVDSGAQSTIMSKACAERCGIMRLVDTR
FQGIAQGVGTQKIIGRIHVVEMQILDQFLPCSLTILDGDGIDFLFGLDMLKRYQCNINLKDNCLIFPNEKLSVQFLPEGQ
INKRISIQQEEEILKRQNSDSQIQEEQPIKTSNQPQQQQQPQPQQQQQQQQQQQQQQKQQQPSAIKSNSRYPESSIQAII
NLGVTRAEAIVVLDQTNGNIELAASIIMQQKYGFN                                             
>Ptet_A0DYM1_A0DYM1                                                             
MNKLILNIQFSQQVKFKIAFDASNQKTFEQLKQICVQRLESFHKISPDNVKDTLPNTFDPSQYHLTDQTNFILSDQDVVE
DLCSNNELIHLVFNQSLSASILDPLKMSSSLGTQLNTQSTLQPQQQQQVSSIPPPQQIQPPPQQISPPPQQQQVPNPVQP
QIKPQQIDDGMLDEIGKSELKRKFYLDTSKWNLVQQIQSDIEISIKFLQAENQTTQYNIGCSLEDTLYNLSIKICNQLQI
PQEQNHAVLYNLSGLPLVSNLNQLHQKTVEDTINKLQSKVFYAIITKCSAGDKSFPKIDSDEGKDQIFIIHQGPKVIKVD
IENTTVIQLKQKIYHKLNIPTNVQTLNYGGKLLTDSLLLKDYNVQNNSNLNLTFKLNQLVSHADSYNYNFYMPWLSHFVK
QSDEGIRQFRCNMLVLFAKEDHLKWSHAIRQYSNNNTPLTLASVSLIRKYRLNQNARIAFEEGFLRLFFDLIIQSPQVPA
AFEIGSTFEYTRQWIQFLHSETAKYKEADIKLIEYYRNLEYTCQVTLSPIETPAFLSLSKDDDITAYQIVDYNILKEKQE
TQEKHSNGKLFSELSLIQDPRLEEQFKIIKFLEKEDLIWLPQTDFKDGRDLNSIPAEWHKNEDLKINVLKIYSSVELKQH
PTAPVLTKNSQKHLVIYTSMNKDVAKPVNLFDPISGIEQPENPDQIAYNQVLPNAKIAPGKVDDDDDEDSSIQLVTQITV
EPEEAIIVLIDISGSMEEEFYNSEDLTRLGVVKAFFNAFADRTMAYNLKNVISLAYFDDRYILKCGYTELFMQFKDLVNK



AKPQGMTALYVALKNAIDSLLQFKKKYPNCILRIIALTDGEDNKGRYSPEFIAQTILQNQIILDSFVVYDKCDGLKQITK
AAGGQCFCPKTIQEGLKLFEYETILSAKIRKQSESLTPAKVTAIFQQDPKTIQFDVQPREFELPLELKKQSINPKQLVSK
ISSDSQQLNLIAPHNYLKRVMKELMIYEQKPHPFVKVFPCSHDVSFWKIIMVGPEQTPYSNGIYILYMKFPQEFPLQPPD
LRFLTSIYHCNINSQGRICHSILGRNYTPDTKVIQIFEAVYGLLMTPEPDDPLDTTIASEYMQDLKLYLEKATNHTLKFA
KRPMDEVLKEILGSVGEEKDLSDVELQEKTNEILSWVSNASKPQ                                    
>Ptet_Q6BFV8_Q6BFV8                                                             
METQISLKIKTLDNQITTFVVDPNNTVQQLKNVIQTQLNIPFDKQRLIYQGRVLENNKTLQEYKLQNDHVILLPGQPLQE
DQIVQNQTQQQQQQQSTQGVNEFPEIDILSNILRTLSKRGYRMQEEWFNNRGAMVHLINDYQLGFHLDKQLSLEGIRQNY
QTLKQLLDSQVKPEELKQEDLQGEYVNPFDPKKRKFQVGQWIDVKDTIDQWLEAQVQIVEQNRVFVHYNGWGNRWDEWID
TQSPRIATFRTYTVGSINQEFLSPNPVSDPDCEVEKQEIDMHKFIFDVGHMMNQVTQLLIEFGRFENNKRIAEKQIQLQQ
QYQQMLMNKNKEQNTQENYMEMMKKEKELSEYEIKSSLIGSQLAPIFDRMGRMMTDMAPHLALMGSKTQRVNNNNQQQLL
FQVPVTLTPNEMYQSQQNAPTLHSRLEIISNRLAILRMTEYIQQEDSDDDHITI                          
>Ptet_A0C6E1_A0C6E1                                                             
MQIFIKTLAGKKVSYNIESDNTIQQLKMQLQEKEGISSEQFKLIFKGRHLQEECKISDAQMQAGDTVHMVIQLRGGF   
>Ptet_A0BB96_A0BB96                                                             
METQISLKIKTLDNQITTFVVDPNNTVQQLKNVIQTQLNIPFDKQRLIYQGRVLENNKTLQEYKLQNDHVILLPGQPLQE
DQIVQNQTQQQQQQQSTQGVNEFPEIDILSNILRTLRQHQYNRQNVRRMVQQQRSNGFHLDKQLSLEGIRQNYQTLKQLL
DSQVKPEELKQEDLQGEYVNPFDPKKRKFQVGQWIDVKDTIDQWLEAQVQIVEQNRVFVHYNGWGNRWDEWIDTQSPRIA
TFRTYTVGSINQEFLSPNPVSDPDCEVEKQEIDMHKFIFDVGHMMNQVTQLLIEFGRFENNKRIAEKQIQLQQQYQQMLM
NKNKEQNTQENYMEMMKKEKELSEYEIKSSLIGSQLAPIFDRMGRMMTDMAPHLALMGSKTQRVNNNNQQQLLFQVPVTL
TPNEMYQSQQNAPTLHSRLEIISNRLAILRMTEYIQQEDSDDDHITI                                 
>Ptet_A0BFI2_A0BFI2                                                             
MGKHKSRSRSRSHEKKKHKSDKQKPKDGENESKDWRKDKVDIGQKSVQAGLDVLEIIKKERQEDEEKLEQWKKKVGYTGL
KVKTPLNIYEEIMKKNIVAPVKAVNPSLLNNPQAPRMIEILVNDRLGKKERIKCCPQDKIGDLKKLIAAKIGVRPEKIRL
QKQHMVFKDHITIEDYEIKHEMCLEMYYN                                                   
>Ptet_A0EDC0_A0EDC0                                                             
MKQGSVKRKFESFGFCSSNPYDPRAQKELVLHISNQVQKGNDFTIKMYSWMKISILKQKIHKTTKLDQADFRILYKNQEL
SLNNEDLEDYGIKNHVTLKLMARKQGQQLYFINSIHNILEESKKTQEQFQNAKWAVEGAFMKGITPKLTDFGTQGTYILE
DLNHKPVAIFKPYDEEAFAPNNPRGMRAKMNSPGLRQGILSGEGVDREVAAYLIDQLSGHYHNVPITDYVQICHPAFHEA
EEYKQFQYEKIPLKEGSFQLYIKHDDNVGNFGSGLYPSIEARKIAILDIRILNCDRNEENILVRKKKVNQPVGQTRQAYD
YFLIPIDHGYTFPDSFKICRDEVVWYHWGQMAQSFTQEEKSFIEKIDPIKDVEILREKVKLREICLRNARISTTLLKLGA
QADLTIHDISEILYREDPDELSPIEIAISKAEYNYDNNIRVPKGYSNFKEKIFSNNLIQKSLEFDSSTLQNQERPKLGQT
LIKLEVIKDEDENQISNKDMLIKETKKIQTSDKKLARVGSQQEIKRYPTPIEKVWNEDFFSHVTYFLQQIIEGKIQEKSQ
SPRKYRARYISEEVK                                                                 
>Ptet_A0BR82_A0BR82                                                             
MKMLENVLQQLQQIQSDFHKFISFNNLNSLKVDFLIQHMILCKEFLFTIHRLISFLSRQAVYLQNVSSNISENFQKGFPF
KYYYNFRNQFNIRMEPLKIYLRIKRENRVFFFECSLLDPVEILKRKLLPYYKQEIQDMRIYFGDRLLDDKANLQDQAIPN
DSCLILKLRKGMSGDWDE                                                              
>Ptet_A0CI08_A0CI08                                                             
MKIIIKTLSGQTFELEVQPTDSVLNIKEKIEKVKQFEIAQQKLLRKGTLLVDDQTVGDLGIQEKDFLVVMVNVKKGPPQQ
QPVQQQAQQPPQQPQPVQPQQPIEVPKPLNNPTTSNMVTGSEYDQAIQNLIQMGFAKSECEAAMKAAFNNQNRAIEYLLN
GLPVIDQPPPQPALNANQVDQNILQLLREQFMQNPQAVLQSIQQLQQTNPQLYQQIQQNPETLIQLLMGAGQGEGDEIET
EITQEEEQQLNQLMMMGFSKEDALEGFLACDKNVETAASYLFEKQARGDLLSQHYDREENNPENYNDEGNEGEENDQDDD
DQYY                                                                            
>Ptet_A0DJC7_A0DJC7                                                             
MQLSANYNSINVFQMQSEQKNNLFAKETMEDHNLTQSENQANLYEKEDHQKDEMTFLHQGGIFHNVNPSCDEDSSIQVFV
QTPNGRILSLGVNNNVDYLEQITDYIQQKEGIPPKRQKLYLGPKILDKINSKTIKKNSTLHLKISSSNSIIVVYNNQRHF
IDINLNECVRDIKFKLLQEYEYPFHSQLLIFKNRLLKDDFKLHDYKIQKHSVILLKLKNFIYINQASKNRRFMRNLEAKM
TIKEFKKKLQSKYTGLGDFHLLYRDQILKDEKELQFYNIADFSNLELVEKQYIKFSININNIKLEMEKEQYETIIDIKKE
IQSQLEYPVFKQHLFYKGIELENDVRIIKYKIEEDSKLFLFNNLKQPYEIVIVDDFDDFVVNITLNDKIYALKNKICESQ
SLLFPNAIHLFYHGRLLKDNKDLAYYNIQNYDFISMEYDEDF                                      
>Ptet_A0E2Q5_A0E2Q5                                                             
MIEYQDQCEEHPQFPISMVCLNPKIFPQRKICCQCLISFDKKNQLKENELISIQEFYKRLEQLVIKINDAQKVEQAIFES
LNKMLKECKAILDQQNLNLIQLEIKKLISGGIRPLSYSELKFYSNVLVHDFQQKQQIIEELKKSLDSASNNIQNAFLTYQ
KNNSIKIQVNIKRYDQGQINVTLPIHQKIQDLKLEFGQKDDQISLNCEEIKNTNTTLFENNIWSGDTISIQKQIRVTLID
KQYQTLNFLLLASDNILKIKKLVQQKEGIDPSQQKIIYYGRVLQDFEKLNDFKSSLGLDFLLDINKTTINLFNLDEKPQC
IKLNPNFTFENIIHQIQYHFDIPYNLISSLLINNKPLLNNQQIKNLVDIQTETINLEIKLSRPVILAKTLSGKIIIVNPQ
ENNTILHIKQQIENKYNILISHQHIYHKMSLLDNLKTLQEIGIKQLDILNIKCDLDIEFRQEFIILIQRFPSDSGNCQLK
IKPQLSIINQISEQDINLEAQLSSIFYYVKGFRIKQGQCCSDFNLKENDLINTGCKFRACSKWE                
>Ptet_A0BKQ7_A0BKQ7                                                             
MTNQYTSRLSREEWLEKRKEFWESRVEGERVYWQSIQKAIEEQDEANAQAILNACDLKLVNNSIQLLYDASMHKYDVPVF
MINEPQSFPSTKFCDAGLIQDFQETELKIKVRSNKLPQDFEIVTHTNQSIADLKTKVQESSPGIDQCRLFFKGREMKNHH



LIGNYQLKDGEMVQAFM                                                               
>Ptet_A0DA23_A0DA23                                                             
MTTISIKIKHGTDQIEVIEIDPNATVKELKEKLAPKFTAEISQMKIIFQGKILKDNDVLQNVNVKTDSTMHLVVTKQQAQ
QPPQQQPPGPQQQQPQQPLGGQQGGFPGLGGLGGAPGMGGMGGLGGMGGLGGMGGLGGMGGLGAMGGLGMDPQMMAQVLS
NPMYQQQMTQMMQNPQFRQQMMQHPMIAQMMQANPQLQQIFDNPQLLQMMMNPQAIQMALSGMGGMGGFGGMGGFGGMGG
FGGVGENPIPPNPNNAQVPPPVQGTTGQNAQNPLGGIDLQSLMNMMGGGVGGVGGAQLTPEAAEQKYAAQLQQLQELGFT
NKQVNLEALIATGGNVEAAVDRILNMIGP                                                   
>Ptet_A0DBF6_A0DBF6                                                             
MEAQIHFLFSFSSFDYLGVQFIKQKLKLSKIFEFTLYKCTLIRFNFFENVKCQGLMQSRNEASQQYKEQLELVMTEDIKG
ILIEYKNNIKNNKMNDIKKLYCRFVTGMTVELDIKQDTRTVLQLKQQLAEIINLTSDRLYIGFETSLLEDNDYLRDKGIT
DCDTVHVITSQLTEKICYRNQK                                                          
>Ptet_A0DBT3_A0DBT3                                                             
AKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDAVKAKIQ
DKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGILLTWKNHAALDVEPSDTIDAVKAKIQDKEGIPPD
QQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRL
IFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGIMIFVSIFTSFILYIHVKQSDTIFIQTALHIQSLPSFILLMKFCYSR
KNSFLMLFGFISSSNSFQYKRNLLFICVIIHFFSVSQF                                          
>Ptet_A0DWV1_A0DWV1                                                             
MKIIIKTLSGQTFDIEVQPTETVLNIKEKIEQNKQFEIAQQKLLRKGTLLQNEQTVAELGLQEKDFLVVMVNVKKGPPQQ
QPVQQQVQQPPQQPQPVQPQQPIQAFKPVVAPAPQNMVTGSEYDAAIQNLIQMGFAKSECEAAMKAAYNNPDRAIEYLLN
GIPVVNQPPPPPQAQNENQEHQNALQQLREQFIQNPEAILQLLPQLQQTNPQLYQQIQQNPEALVQLILGGHQGGEDEIE
TEITQEEEQQLNQLIMMGFTKEDALEGFLACDKNVETAASYLFEKQARGDLLSIKSHLYVGQHYEREENNPDNYHDEGNE
EEDDNDDDQYL                                                                     
>Ptet_A0CD17_A0CD17                                                             
MSMKKYEIIVNNNTFKLEYEPKSSSAKISDVVQFLNQQKGFPAKAKLYIADENNVRDIHYDLNSLKNNVIYINFSEEIES
FTIQHIDKDERNISLYWIKWMHVSNQQKLKKKLRIQQKLKILDRNLFLCQIFFYQQELFYLVQAIFYIRYQDKLQLFQID
AFSYLDKIKQKIRQKLGIEEEIELYFRGQQLEDRKTYFFYKIYQNAELKMKIKSLQKIQISYQSKTYRFNVSVNMTIEEF
IKYYKQVEQIHQNQILQVYYLNKMLENNTKIGSLDLADNAEFKITNKILEKTMIIKFVSKVQEQVHFSKQVSNLDYFSTI
FELQPFKGKVFQFYVNGNIVEITERLIFNSIKFKENEYLIQYEMVQNFQLPLMSPSKMMKATHLQNR             
>Ptet_A0CQZ9_A0CQZ9                                                             
MSTKSCIVNPNIKVAQLKKQIAQLTDIEEKDLTLYLNDYTLEDENQLSTYNPDDCQFIYVNRDNFQLDEDVLETEILEIQ
NRGIYNRMKGYEKLGIIHEDSEEVTRKKSNQQLTVDFIKLVKNNDIPAIKALFPTQYPIDIINDRQYSGFSAFHYATQSG
HSELVTLLIELGANINLSTKDNQSSLQLALKNNQISCAKILLSQPHCDVNFVSQGKSALQLAVLAGNLEIVELILKHPTF
DSQSIDLNEFKGDPQAIQLVINLQKSNQTNQANKPKAQKGYIKKVNVLRFFHYKRYLTLDPEAGTLTRYKTEADYPLQPI
EIVALSNIISVWQPKREWYMNSDHEYLSVSYKKGGIEILTFCSKSKNTILSWRRSLEDSIKYYTEIEKKIAQLSELRDVY
GLSQYINESSEQFSIIEDSSFQNNQHVIKQRQQQLLQQQEEDKSQRQDSYQQQDNGNQFQQLLNLQQQLNDQQESINLSP
VEIPQSIKQCFQYLEQYSVIKQIGQGAFGKVFLVKHNPTQNIYAMKQLNKKRLMQKKQIKFAITECNILKQVDSPQIVNL
FQSFQTVNNLYLVMDYCGGGDLSYHLCKYKTFDESTCKIIARQIMKAIEYLHSKDIIYRDLKPENIILDSEGRIKLVDFG
LSKQTDDGKTRTFCGSPAYLSPEVLAKKGAVQATDVYGIGTVLYELLLGDPPYFSEDIDTLYNSIRNDNLHIPNKLSKPC
QSILLGLLQKEANKRIGCKQPSQVNWNLIKLHEWLEWDNPEEKVTFGISQENLDSIIRKYTHNLGDADYNEENSSINRIN
GWTFVRKS                                                                        
>Ptet_A0C9V1_A0C9V1                                                             
MGSCCSHSENRESNHHGGQEQQRMPRAIGRQQQNGNAIQDVNEQYKIYFDILEQQVSGKGLKRTQAYKSHIDIGQIEKLR
NVFWETRVEGKQEIWQILRSIINEDEETARLLVQEAELKPIKDSLQHVYDKLGQKYDVPIFCINDPIEYSNEKFEDRGLI
QNYGNDSVKLTIRSVNLNGKDIVVECKQNQSVVDLKEIISVELQKGHQIQLESMKLFYRGKEMQDNYQVGRYNLNKEAIV
IAYLKILQKG                                                                      
>Ptet_A0DYA9_A0DYA9                                                             
MDINQKRKLKVKTISQQVFELEVPQEISIADLKKEIFTKSQVPIDRQRLIFLGKALLDNQKLNEIIKEDDQTIHLMAITN
PQQPQQQPNQNQTQQQQQRMQFMPGIQTTTQIHIGAGDGQPFMPPDLANILQMFGPQMTRSSQQQQQQQAQPTQQTQQQQ
SQSSQQQQSQQQQQQTQPNQPDPRQQPQTAQQQSQPQFQQVTLLPNNQSAVGIHLPQEQIQQLNNFLGNFYQSQFLGLQF
QLPQMTEHRNNVTVLGHYLHQLCFLIQRTLPILQRVSDLLMREPFLTSENERRETMQLTRDSSTIMQAMNKMTGDLFSAL
LRYIDLGNAPGQFSLQVPSQLLQNPHHNHGIINIQHSHITRNPQQQQTQQQQNQQQQQQQQQQQQQQQQQQPQQPQQQTQ
QNLLSSLGQLLNQFSQNPNIQQNNSQQIQVEQQGDQIIIDAQVLEIDAGSELESNQEGDQQQNNNPLNAINNLVNNLINL
EQQQYQPQQQFQSPQQQQQPQANEQQHQQSQNNQPNPQQAQSMMSGLLGNLGFGGQQGGANFFTMTLQELMMQNYANKME
DGEIEILQIFSQVKVGDVMAAQVSGNYSFLDGLQGNIKENLHNLIGKFEGKIELIEKLANSFLSTVVPKGNQQHLVIEGF
EPRITASEALVKHIKQFFMIIEKDYTNSVEKFSDAMKLHMKYQKDWFMVLMITNWLFTNVEELLRKSIGPEIAVMFGSML
VMMLWSVIERSYNQYKKSLEQQQTIIQQEEVLTEEQLLKEITEASQACKQNIEINFSNEYKKGDPEYKDFD         
>Ptet_A0BMS1_A0BMS1                                                             
MNKLTLSIKYVQTQFKICFQADKDTIIGELKQFSVDRLSKLQKVKVLVLFLQLVKVKFDNIPLNFEAKNYLLKDTQDSIL
DDDDLVLDLIKDNETIHLVFIPSLNNTVTQQQPQTQPQQQPQQQQQQQQQPQPQTSLLSQFLAHPYPTSGLNFKNLAYQV
KKPKAIPLQASQPVANPQVQITTSDTLLNNDQLKELQQKFYLDTQSIENVQQIGELELLLRFIQSKDITKTYKLKCNLED
SLIKVSEMVCNGLQLQNDHVACFYSLSGLPICASLNQMQNVKVSESLNCLKNKEIFVIITKCKVGQPSLPKIDSEVGEQQ



IFIQYSGSKSIKVNILTTTVLELKQKIYHKLNIPTTFQQLHYVGKVLDNTGTLQDYGIQNLSNIILTFKALDSYPFQQSY
NYNFHLPWMNHLREQTQIGLQQFRSVSLVFFSKQDDPKIMAVIRKVSMNNAPLVLACKLFSQNLRSSQLQCIAFEVGMQR
VMFDLIISSQTVPETFQINKTFEYSRYFYEQLLNWSLKLNQDQAKLQERYRFIDSICNITLKKINNPAYLSQVTEEDKID
FGTCLLVDYDQMQIKIQNNEVYQKQIPYAQLKILQPDQLLEDFDLIMLQERETLIWLPSAFIDFNDNKFEITNAWIQNKV
VSSHQSLKLYSGIELKNLQTYPLLTTKKSDEFLIYSGCNKDVKQPILIFNVMTGESTPMNPDKLALLQQIGSMPQDDEDD
DSEQNKEKVMEPKITNPPNEAIVVLLDISGSMDELYYDSEDLTRMGVVKAFFSTFADRTMAYDLKHVISLVYFDNRIIEK
CSFTELFILFKDLVNKAQPTGRTNLYRALKYAENQLLKFKQTYPKCLLRIIALTDGQDNDNHPLDPIKVAESILKNEILL
DSFVVSDDCTDLKKITKATGGQCFSPQTIQEGLKLFEFETILSASIRQKQNKITLKQLRDTFKLKDSQIEFDKVPIAINL
PNELNQQSMHPQQLVQEIVQDQNKLFQYASNNSLKRVIKEILNYEQHPHPHIKIFPCQGNVSFWKIILLGPESTPYEGGV
YILYLQFDESYPIKPPNLRFLTPIYHCNINSQGRICHSILDRNYTLDTTVLQIFQAIFGLLMTPEPDDPLDTTIASEYLE
NLQQYQIKAKAFTQEHAKKPLDEVITQIIGVKSEQNLSDAEMQAKIVEINKWIHDHNMEIEKQNNAQKQ           
>Ptet_A0DBT4_A0DBT4                                                             
MKLSSEIDSQFNQYTLLNDSNQNRIDRRKYNTQFLNQYFLDQQLIIKYEMQIFVKTLTGKTITLDVEPSDTIDAVKAKIQ
DKEGIPPDQQKTHFLQENYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLI
FAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSSTLLTLSRLQIQDKEGIPPDQQRLIFAG
KQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPGLIKTHFCRKVIR
RWKNTFRLQHLKGIHSPLSFEIERWNTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYN
IQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKE
STLHLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKLQHLKGIHSPLSFEIERWLR
LQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ   
>Ptet_A0CBZ8_A0CBZ8                                                             
MKIIIKTLSGQNFPLDVEGSDTISDVKEKIFQVKQFEVGQQKLLRKGTLLDDKTTIAELGIQENEFLVVMVNAKKSAPQQ
PQPAQQPPAQQPVQQQPAQQPAQQLPPQQQPQPQVAPVAKPAGSGTGLLSGPEYDKAIEQLMSMGFQREECVNAMKAAFN
NPDRAVEYLLNGIPPGVTSHPPAPVASGQGQPPAAQQPVGQPNQIQQLRQLYQQNPQAVLQLLPQLLQQIQQTNPELHAQ
VSQNPEMLLQMLMGAGQQQGPPPGSIQLTQQEFKDIETIMQLGFTKQDSLEGYIACDKNVEMAINYLFEKQANGDLFTQH
VQREQANPPNQQPPGGNDGPMDEEDDDDVYQ                                                 
>Ptet_A0CST6_A0CST6                                                             
MKLGFGFCSSNPYDPRAQQELVLHISNQVQKGNDFTIKMYSWMKISILKQKIHKTTKLDLADFRILYKNQELSLNNEDLE
DYGIKNHVTLKLMARKQAQQLYFINSIHNILEESKKTQESFQNAKWAVEGAFMKGITPKLTDFGTQGTYILEDLNHKPVA
IFKPYDEEAFAPNNPRGMRAKMNSPGLRQGILSGEGVDREVAAYLIDQQSGHYHNVPITNYVQICHPAFHEAEEYKQFQY
EKIPIKEGSFQLYIKHDDNVGNFGSGLYPSIEAKKIAILDIRILNCDRNEENILVRKKKVNQPIGQTRQAYDYFLIPIDH
GYTFPDSFKICRDEVVWYHWGQMTQAFTQEEKIFIEKIDPIKDIQILREKVKLREICLRNARIATTLLKLGAQADLTIHD
ISEILYREDPDELSPIEIAISKAEHNYDNNIRVPKGYSNFKEKIFSNNLIQKSLEFDQSKLQNEQKPKIGQPFIKLEIIR
DEDENKEIKRDQIIKNNQQNSDKKLARVGSQQEIKKCPKPIEKVWNEDFYSHVTFFLQQIIDSKLQEKSQSPRKYRARYI
SEEVK                                                                           
>Ptet_A0DL15_A0DL15                                                             
MEEHFQIITSKRNPLSTLVLRLRGGMQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRT
LSDYNIQKESTLHLVLRLKRWNTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFCRKVIRRWKNTFRLQHLKG
IHSPLSFEIERWNTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRL
RGGMQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGM
QIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFV
KTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKSLT
GKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTI
TLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGQ                
>Ptet_A0DGX6_A0DGX6                                                             
MGSCCSHSESREGNNQGGHDSQRMPRAIARQQPNGNVLQDVNEQYKIYFDILDQQFSGKGLKRTFAYKSHIDIAQIEKLR
NIFWETRVEGRQEIWQILRSIINEDEETARFLVQEAELKPIKDSLQHVYDKLGQKYDVPIFCINDPIEFSAEKFEDRGLI
QNSGNETVKLLIRSVNLNGKDMDVECKQSQSVVDLKDVVNVELQKRNQIQCESMKLFYRGKEMQDQYQVGRYNLINEAIV
IAHLKILPKI                                                                      
>Ptet_A0CI21_A0CI21                                                             
MQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
IKTLTGRLINLDVESTDSVESLKKQIQDKEGIPPNQQRLIFSGHQLEDEKTLLEYNVENESTIHLVLRLMVRCRFMLKLL
PVKHSQQQWKMYIRQNMSNNQYQIRTEYLLINKDYYSQECKWIMLRPFRIIIFNAKQHFTQYRKFRIEYYLNIHTKNDSI
LIYIGFNIHQLHNKFMFTFSYNLQIKFFQLL                                                 
>Ptet_A0C9Z8_A0C9Z8                                                             
MSLLFQRFYENSQDILINFYLNFMSLLFQRFYENSQDILINFYLNFMSLLFQRFYENSQDILINFYLNFMSLLFQRYFDK
FLSQVKVELIIHNYAHFSFEMVNVQFLAFFLSRLFEFAKGPCYLLRYLRVSSKQRMFLNYFPNGIGQKQYNHISNTELIR
EIFILNLRNQTFDYQFQKKMQIFVKTLTGKTITLDVEPSDTIDAVKAKIQDKEGIPPDQQRLIFAG              
>Tthe_XP_001033076                                                              
MVKVVLKWGTKNIEAELDQSLPVIKFQEIVYSLTRVPIASQKIIFKGTLFKPETDLSKLKLQEGSVITLMGAAEENEIKE
IKEEKKFYEEMTPEERALIYKEKTGEILPAGLANMGNTCYMNSSIQCLKRINELKNFLQNRQIPAGQGAQGLVGIALQRL
FRDLDKKGEAVKPIHFIQSFMTAFPQFAEKEQGSIAFKQQDADECFQNVIQCIEPQTNYEDELGNKTNLIKDIFEIEFEV



KQTNNDNIQEVSVKSERSKKLMCTIDNQSNPVNQLTEGIEVSLQGTVQKNGQDGLLHDFTETRRIKKLPSYLAIQMMRFF
WKQKSESSRTEATKSKILRSVAFPKILDVTPYCTQDLQAAIEKGKDYEKRQQEQANKNTEEKFAEYKRKLESEGKMIPED
TKALYKQFKEVQKEEDIKQHDENLYRPHGQGLDNGTYELVAVLTHQGRSADSGHYVGWAHKSGDVWQRFDDDVVTEVSID
EILDLRGGGDRHMAYYLIYRKLEIL                                                       
>Tthe_XP_001027006                                                              
MEQEQNQNSQRMQEEVPMRLLKIKTLSETVYELRVPANMLIKDLRIKVQEVSGVPADRQRMICMGQQLIDTKTVGDYAKD
PEQPNWIHLVAKVQQQNANQQPQQQQAQQQQQQQPQQQNNRRPLDMFGGNVQIQQGNLGDLSQILGNLTNLFNIQPGARQ
QQQQQPNQQSQQPQQNPLIQSASFTLAQPLFQPQPQHSQAQSQTQPQTQQNPQTQSTARSNLVSNQQPITIQRQIQLPHQ
ELLNLGLICNNLMGAQSTFPGPPLPMLPNRSPAAMIGSYLSNWQFQVQRTLPFVHRLAELLQREQYMNLQVDRSSTQALS
LEVGRALNELVACTQPLVGILRDIQLDQGPGQARFEQNPNAPAPVLTRPPVQHPMQSSNSQNQSGSTSTNTQNSQNQASN
SNTNNTNMNNNSNRNQQQNVSQPNVQATIQVGQVPITSFFSNQQQRNQVNNQPAQNNNTNSTQAQQPGQTTINITQNPNN
GANDSLNQLISQISGGQNGEVRIGVMNTMNNDQEIQIVGIGSTHVVDTDSNINLQQVLGNILGNQNINVNASSVNTGNRN
NNQSRNNNQNLNESEWEDEEDENTIGIEMSSTINLNGDENLLQNLLQGLGLPNNGNSNITINASGPQVQTTTISGAQAAN
LLSQLNRQTQQQNQQQQQQNQMPSSQNTNQSSNSSQQQPQNQNSSSQNNTQSQSQQNSQQQQQAVQQQQPQMGFPFMMGG
QSGGFNPLSMLMGDGIGGMMNMTVDELIRENMTEQDQEQSESDELIQAIVGQLRISDLVQSFMSGQFTFLNSIQQKIRDQ
ISQRNLGRQEFSEKLAQSLSSYLVVPQQHSQLVYEGLEPEGIALDILETRLPTVYDIIMRDFPQDGTETFSGEFVYEVKK
IIGELFTEFSECLHGGLNDLQVIFRAWVNEPITRIMGEGSMALVDSLITTMLWEKVKALILQYQHENNNNQRSAEEQKQN
QEGGSNGQMEIENPTQNRAEQEIDLLEDIENELEKDETRFERYNIQLSEEYKKGDLMKKKD                   
>Tthe_XP_001470863                                                              
MYFKLSFQISQQQQKLQQKGQQTNRKYNQIMIEIEEIERECSLPKQNKLFICTQNPSKSFIMPIEKSDYNILTLERLYDK
ANILFNSKNSHFEISKQSFKSFYAKQPDLDQRLAKTQFNLLPIYFQEKQISFELDIQYRDDIIHLVLPSDISQKELLIKL
SKQINVPIKNLYLVKDNQAITEKLIKFQKIELYSTDNIIYIDDKQYQIAMDLPLNENRILFGFRQFNQIFKERVSINMEK
SLKELGFANGEKFVSFSLIDIFINETQIQITSNYSPSQIRNLFNDLYPNEIGFIAQSLNNQAKKFYKVKSSQIYIKSLTG
EIFTIDCECSDTIENLQLKIQDKKGIHRDQQRLIYDNKQLDDKKTLNECGLFQEDTLLLLLRLRGGATAQTFVDLENEIS
KKKMQFSNDAPIYRLACQGINIEGYCKNKKCPYYDRLVISQIGYKTIELIQNIYEKIQCPNYSCKCYIELVTCGFTNCQY
KWSGIKVEKGKDKHIHSPMLSAQPDSYTRYNPVKDDGTLNTALWKQLFLFAKPLESDEQFKCSVCLKSIAEENEISTFEL
CQDKEKHKCHKNCYEKISILLKMCPLCITIT                                                 
>Tthe_XP_001014917                                                              
MRIITIKKSGNPILQIKKQIKKILKHTNFDGYSKQPINQQVNLQTNLQCFKIIKTELSQALNRQSLDSVIQSKHSKQHEI
LPDVFEQFKILNHTLLEYCFVEQYLPEMKRILQKDILSYQLAIAIYLLSLTGYIQVQKITNLTYEQSSDCINKVTEKEFL
EEGLKVFFDSLNKVNQIVQNKYDEIVELCRKGHKDTLKSVQQMLNILSSVNSFLGKKLKHVKFSLNQKLEQFLSCQMILC
TLKKYSKCYYWKTEINLQEQNITNTMNKNYLSLNKQKSYPVLSKKNQNLQSKNLQVNRSNNMQIKFSGNQQNTFYLTGNQ
VNKVQNKVNLQHFSALYLQMQQQDHENQGKQQMETFEDKDNKLKQSFNTNMNSSTISTNFNQIKEFEPQIFTKSQNLKLQ
TDFDELQQEQQEKINEVTITQNQQGQTYCKKLNTLDSTTKQKDLKIGDKNYQLQQNPPSKQLKIVNPQVINLNNLLDNEK
VDCQEKDHLINLDKSSKPKSTISKKYSLQESIKTKKIDENTSNLIQTVQKENDNINFQKNHSSVEEEIQNISFEEKLFKQ
NEENNKKILLEFQKHQREKILQKQLKKIEEKKCQQEQIEEDISEFQEEFTDSCFKVGGVLFSLQTQFVGKIHTVSINELV
FFNSCNHMSISCDMKAYITKLNNFFLLDEFTKVKENSQQVDEQKILKDNLIEKIDFGEESISQVSFITSKSLLIFLNNNN
QLVVCKYSEQEQQITLEQIIKNQQYLAIDCWSYLSTLDIIVTDGHNKLLFWQYKLKDKDFCQSEENFHNIVQENPVYTID
HILSDTDLCFYEEKSILFQAGFKSINSYLVKINDETSKITHQFLQTLNCQTLGHINSIQIVKRNQFLHFLLSLHCKNKII
LWNIHHLTQQYVYSISLSDQINQIIFNPKINSFFVLIDNNFSSDVVILDQNLQNVNFPKNHQQLKSQNLSIILQQNLINS
IYSKSCTQKINLAKEREQTIGNQMEEKIEIKLKLLDNSMHKLNMRASDTIKYLKEEVEQALNIPIDKQRLIFSGRYLRDD
QTLKDNQIENGHVIHLIARPNINSEDETQSQSHQSNQPDNQDEGSVLSDLEVLQDIIRQFNHIQLVQQNQRKRYLQQRTQ
GYIYLQKDQMQESIQQNQESIEVLMNTMNNNESQIQKQQYVESFDFSKRQFKIGQWVDVKDTINQWLEAQIIKINEAEQK
VYIHYNGWGTRWDEWIDIKSDRIALFRTHTVQSQGSLSMSPYPISDIDGDKSEIPERLNFDDILLNTCSLLNNVNSKLIE
LNRHNNNVRFSNEKQEVDYSTKMRNVMSSQLAPILDRAGRMLMGKITYQNNNLFHYFKQNQDIGMMLGDIGSDTQKVYHE
DEEDEEEKSQTDDQNDQQNMQGIDILSNRSNSSLGRYRLRNNYRFQQPVMLNPGELYKINKMNSDRVHIQRIVFPSNQST
NMSSNFNNSNSFNQSG                                                                
>Tthe_XP_001008308                                                              
MKINIKTLKGTDFFDVNLEETATVAELKEKIATEKQKEKDTIKLVHKGKQLTEDSKTLGELGIKDNDFVILMFFQKKAEK
EDAPQQAQSDTTSTTSAASTTATNPTTVPKPAVSQPATTQQTGSQGTGSDLLQGPELEAKIKEIESMGFERPKVLQALKA
AYYNPERAVDYLLSGNIPKEPSQQQSPLQGLQGPGVEQLAQLAQNPQFQHIAQAIRQNPALLQPVMQQLAQTNPDVARLL
QQNPQAFLQLLLAASENEGGQTLPPNAIQVTPEEKADIDDIISMGFDKNDALEAYITCDKNKELAINYLFEARESGTLLS
EHIQKEELEAAQQQSQNQNQQQQGNNPNQQQQQGGQGEGGDNDDEDDDDFMYQ                           
>Tthe_XP_001032265                                                              
MYNMCKLSYDDYLSSQFSIHLEYIIQNHKIFCKRYPYCFCAQVQKNEIKAFTIALNYLQNNQATITLYQSKREELQKTLS
YLLLLNYQSYFLHFMIESYERILQYDQSLSQQLNRQKKFINTQFNSSFLKKTLTLYSEDSCVIFITLIQNIGVVKKVTKN
IYDVIPLLDNSEVIGKNINYMMAQKISLVHNDILKTFIKSHNADFQVKNYPLLIGIDNQNWAIPYLMKLQTCTLGTDDFG
VSCWVKQIKDANSYMQMTYNDNFEILNISKNMYQHLFHGVIQKNSIYKVKMGALMPTLESFIRKNFTNNDHLIENQFDFL
KIDANQSQNNLKFQNQKASQNKIGFKKDGDFYKSTIHLQEYGNYFDLQSPNSNIMISAQGSNLAGYDLLSSPQEQTELLG
NQQNTSIAKHLISINLNSKSDIYESKQNLETTLFHKNKQLNQQHQQPLISQNFQFNANEKQQKEKQLPNETINHNYTKNF
NDQQFFKQVGLNSISSNSDHENHSKDISKYKTHQSHSKKSFKKNMNEESVNLSNKTGFITLLGMVVLNVVNFVQLNTYLY
NQKDDYENYDWANRIQVLLTQILESQAIQNIINTHPEYLQPTEDQDTMVGDIFVQQKEQLKLFSNLLLTYQDNQVQSTLS



DIIKNKIYNLILAFNVTHQIQIPLPVDYSLKNILGDVFYIVYNLNAVNQATLQLQVNMITLNNELDNVDIQIQDAIHQTF
DNIQSSITTSQISDFVVAAFFSLCLIPIYIYVQHKRQEILTLFSTFGPDKIELMFETLAYTENGIEKLKQKFNQTESDQK
SKIKTKKQINQYSLNMNDKLQKSLIEKKKNISNTTKLPIFNCLMLLYSVIFILVNIIYSFGMGFALSSFIQTQLNNLEYT
NEIYNIHLFTSKLNSYRMESNYLIQNITQQLNTFYSIINKQNELSRQDQDSFNSLNNNLMQSNACLESSYYTQYITSDGF
EIDECSETDDGIFLQGMISAIKYFCEEISYTNPIFQEQDITIYKQNLEEHFQEYTLSKYYYYLVYESYMTLTGKTITLDV
EASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEASD
TIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEASDTIEN
VKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGF                            
>Tthe_XP_001032126                                                              
MHSVQALPGQTPSVILHLTHNLTINRIPEIRFDLSITIKQLKEQIEKRYGSSSDQMELILQDTNGNNVSNLSDDTKQLGF
YYPQDNYIIHVIDNNPNSILKDIDDVSKVNKYTMSEEDYDKLQDNFRKFKKQLLENNPELAAKQNNPVIITEEDYLKEEA
EQMKKGDRCQLKEKKHRGTVEYVGKIPNLGQGYYIGIKLDEPYGKHNGSVGPVQYFECPDKYGIFVRPDKVEVGDFPEYD
LDDLVEDDEV                                                                      
>Tthe_XP_001032094                                                              
MGCCQTKKEVVEGLKEGNICKTNNVKNNLPLILSEYKYSELNREIDFQVVCITKPDLSYIIRIDNTQLETWTLYNLEVKI
IEDLKDYMIESFRFAQMKDIQKSFYCQKMIQFMDLLPIYIELSVDETMEYIQVEIPHSNHVINIPYDNNTTIKSIKKKIC
QQFQFQNKNFELLHQGEALLIDDMSLQDCKIQPGSKIIVQEYTNQNAPPPLHVLINNKRYSSNLEIPNMIKRMGTLEISQ
DLTINNITKIQTKLMEEDQTQEILDNFEVISTKSQDFHNMHKEGSTKFLQNSESKQPLFSQKKISSKKNISNLEIFIKEN
KQYDTFHVNQGVNILTECVNNLCNQYKIKQMLQLNFGEFFINAQDQELLLQCISCQKTVQIDELLFYKCSYIVSGIYKLK
NTEDKSQQIYKQNDCQYINTKGDSIENYDFLPQEREWKSIRIRAYKHKKNKFWCCFCTKNINQQRDNLIKLTCHHQYHEA
CIQKLKALDSTCVMCVF                                                               
>Tthe_XP_001031298                                                              
MEGEIIVKLKLSNEGTFEIKIDPKATVLQFKEKIAKEKNCETGHIKLIYKGKWLKNDEETLEHNKVIDGNTMHIIINKPN
EADNSNTTNAQTSSTTNTTSSSTSSQVPNNLNAGQGQNPFASLGGLGGLGGLGGLGGLGGLGANGQLDPNDLAQAMQSPQ
VQQMMQQMLSNPQALQQMLQQNPYTRQMLEQNPQLLQMLSDPMMIQMISNPQFLQNAMQMMGNNGGMGGMGGLGGLGGLG
GLGGLGGLGAFGQQQPQQQAQQQAQQQGQQGTQQTGQQQQQQPGQLPPFNFAQLLNNPLFGGMGGMGGLGGFGFPPAQQD
NTPPEEKYKEQLAQLEVMGFTNKQVNLEALKATGGNVEAAIEQNQAAIQKAFKQMDKKTQVVVTSNPRGNNISQAEVEQC
IKDLNDWFKTNAQSVAKDLQSVKPATDKQIDDLQDNVKLTIPKDLIALLKVADGKFQLHDSYKTLSVQQIIEQNEVNAVS
AFWKKNYLTVAQDIDSNYLIIECNNDGTSGNVVTWNNDDGVSEELNHSFGLYLENIRNGLLKKELEYIDEVGLVERAN  
>Tthe_XP_001027108                                                              
MIFNFSNANERVQQNNTFYNNTQPYNLTTLNFTINNNETSFANEQSYCLNRINNTLNNSAFIDDNINHNLDLIIQPSNLP
SVIPSMNPTHRRFILSGNIQKSKNPNSNRLLSWNEEYQKLILNKEENDRFYFIKILNPFSQEVLDLDQEEKSQNLPDQGC
EQQNVNEKTDDKNLNSQNNQTENIQNNVDVQILDNKQIENKKNVQMKKSKFKKNENKKKINANQNMEIQNKIEKQDNQTE
NDESYEEEKENICKHTEAQNIQIGQKNQENEIIIQQSYEKSKFESSGNDILINQNELTIPKQTSEKKKKIPQQQDKLSKI
LKNSAFQYSEADSPKSKGVNTLEKNKTQQKEMRRTLKEFFSYSDLIPIELKTTSKWKVSRLKRFLFSTELSSCKFAKLIY
QGKELKDLDMIYDYKILPGHTIQAVLQKEEILSQFYTNSERRRLGLNQVFPQSLVQDLGDDPRMLLPQQNSGQNYQNVRQ
SSQIQQQLIREQQQRNIFSIMNQQGFDKLKDQHNISDKDIIVQRVYFHCKAQLARDNYQNMSDLMTREEKWLYNNFRKVD
SYSKFRSYDFKKEQNFPYSQSFLRNMTNSNQESQNGNQENNQEKQKLSTHFIQFICGALLGYIIGLFLFLLLFFKIDVCT
ISRTFIYSILIGIIMKSFYLSYQFVFNDQIILFI                                              
>Tthe_XP_001024545                                                              
MFYTATDSHSKNKQTPKKKHVNIKDQYTEELIVRIPVHQCMSISTIKQKIQQKIGGVNGGIGKIRLRYKQQLLQNNNASI
ADYNIKNESTLYYSPVQSIDNFGMIHPYFFDNRMNKSINSTLAEIKKALNCKIIPKLTESGISGSYFLENVDRNNVAIFK
PLDEEPYAPNNPKGYVGKLGQRGIRSGIRSGEQGYREVVAYILDPEGFHGVPATTFVEFYHPSFKYNQSQLTNQQKEDHN
IKRPSFIDVDKANFQQILSDFNQDQIKRGSLQVFVKNTEECGNYGNSIFSIDEVHKIAILDIRILNCDRNDQNILVKKKK
KKKEDIKFLPIKKGANFIDEFQNERLLGKKLLPIIYQCSIFKGSQFDRFYLNINPQELKKLPNYKAQLLEYDFQLIPIDH
GLSLSDSFDICQDDLNWMWWEQSEQQFSEKSLQYIEQIQIEQDLKILQNQFNLREECLKCFRIANIVLKKGAQSGLTIKE
IGNILYREDSEIESTVEKLIQDAQHYANICINGGNSDLIKKKIQKDMAKNNLKRQADMTSIKEQYNMEESVETSKFKIKL
ESTPIKNGEDSPQRSPVKNGNGKECFDDIFINQPTILQKVESCVSNIDNVDDSYYLSPINSLKAEKNMSQNKVHIVKLKR
SFSLPDLQSAKIKNQNGEQLDQSEPDNSGKSDKKQVNVKFSDQNEHGSALKIGIQSENLSKVGFLGKKADAAKLKKQNED
IFFYYFENVLNMHIEKIIQEKLNPNKGRKRGRLSSEEYTKQTLLQYKK                                
>Tthe_XP_001023992                                                              
MTNSAEELECHEDQQIAYYFICKNIPKESFSLSISNSDLSKSLMWLCAKAKDFYQNQQSIYKIDSNIENVFDNLGFFNYK
TELNELEISKTFYFTAIPRHEGLDIQYQFSKDQKMHTSNLVVGKQQRLSDLRMMIAKSLQLNEQKIQLQYQGRLLQDESA
LLTDLGMKCEGNKNIVRVLQLIQIYLYPGHTYNCYQKNFSERKTFYLNPFQNLKQQITEKLNTPINQFILLNQNNQIVEQ
MEQIKDQDILVIRDITSGQYEVQLVLIEEDEINEPLLTQDAQDYEMVTSIKVYENDSIDLIRRIAQIILDNPYISCFAYM
DLQQIDFLFKTQIKSKMLFKDLIFTEDTKKLYAVCQYQGEIVIVTRLKQSIPLKIDFKETVFGLKTILENKIGIDCLDQL
MYFNGSLLEDSKNLTDYKICVGSRISVEENIFKESLRQKHIAENSNLDTQKSNSINMLYRINQKIDSKNMMQSDEEENNV
YCEGINLVCSCVNQYCKQKYTDSEIVYKKGLGNHLIKFANDQTLKTLNCKRCLGPVKLQSIILKGCSIIFLEQTKENQIV
YHFKWQFFSPLNIEPFKQYQQDCHALYFFVNEYNHTSLEKDQFLLNCLVCRNNQISIEDTDQFIHEQCKSEFPLNCKEVF
SQF                                                                             
>Tthe_XP_001023918                                                              
MVNTWELQENFYKFGQFKFLTNLKIIQLLLSNPDIFMECECTDNVQRVKELVQIKLNMPIERQRIIFAGKQLEDHRILAG



YGIQKESTLYVVDRQLKGCQNNQFLLRVKDINQVETFKKKNKQRMLSKKDIENLMELLMLDPDITLEGLFQTFIKKYNSE
YHNLFRPCSLCLCLLKENLITEQQRLTSIFLIMESYKNDQKANPFIANLIDVILQYNDQYEAKLFQRLYSKKDSHKYVAS
TVYQDKIKEIKAKYIDSLPRTIYKTFLHKQLNLCEQDCMLFMPDTLRPIPQSEDLGIDEEEWLNPSLVTEHLWDYKICEP
SDKKILLQEILIKAYETKLNDLEYDLFKKELEQDDVNIRDLELNTELLPKLVENNNKIASLLLIKIAKEKELTQYLEKIS
TLDLTLQSLEVVNDLINNVNLPKEFIYLYVSNIIQQCDENKKLQAFSIENSKIPEATTLFKLLKDLDNEPNNNNHNNNYH
>Tthe_XP_001018503                                                              
MQIFVKTLTRKTITLGLEVSDTIEGIKAKIQDKEGIPPDQQRLIFAGKQLDDGKTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTVTLDLEPCDTIENVKAKIQDKEGIPPDQQRLIFAGKQLDDSKTISDYNISKESTLHLVLRLRGGMQIFVKTL
TGKTITLDLEVSDTIENVKSKIQDKEGIPPDQQRLIFAGKQLDDGKILSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
VTLDLESCDTIENVKAKIQDKEGIPPDQQRLIFAGKQLDDSKTISDYNISKESTLHLVLRLRGGMQIFVKTLTGKTITLD
LEASDTIENVKSKIQDKEGIPPDQQRLIFSGKCLEDTRTLSDYNIQKEQTLHLVLRLRGGYISI                
>Tthe_XP_001018502                                                              
MQIFVKTLTGKTITLDIEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTVTLDVEATDTIENIKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVESSDTIENIKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGG            
>Tthe_XP_001018500                                                              
MQIFVKTLTGKTITLDFEVSDTIEDVKAKIQDKEGIPPDQQRLIFAGKQLDDSRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTVTLDFEASDTIENIKAKIQDKEGIPPDQQRLIFAGKQLDDGRTLQDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTVTLDLEPFDTVENVKAKIQDKEGIPPDQQRLIFAGKQLDDGRTVQDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
VTLDFEASDTIENIKAKIQDKEGIPPDQQRLIFAGKQLDDSRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTVTLD
FEASDTIENIKAKIQDKEGIPPDQQRLIFAGKQLDDGRTVQDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTVTLDLEPC
DTVENVKAKIQDKEGIPPDQQRLIFAGKQLDDSRTISDYNIQKESTLHLVLRLRGGLQIFVKTLTGKTITLDLEASDTIE
NVKSKIQDKEGIPPDQQRLIFSGKCLEDFRTLSDYNIQKESTLHLVLRLRGGNIRNKYIQFFTNIYQ             
>Tthe_XP_001018499                                                              
MQIFVKTLTGKTITLDIEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTVTLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDIEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGG            
>Tthe_XP_001018498                                                              
MQIFVKTLTGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLDVEASDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGG                
>Tthe_XP_001018497                                                              
MQIFVKTLTGKTITLNTEVSDSIQDVKAKIQDKEGIPPDQQRLIFAGKQLDDGRSLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTVTLDLEPCDTVENVKAKIQDKEGIPPDQQRLIFAGKQLDDSRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTVTLDIEASDTIENIKAKIQDKEGIPPDQQRLIFAGKQLDDGRTVQDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
VTLDLDPCDTIENVKAKIQDKERIPPDQQRLIFAGKQLDDSRTLSDYNIQRESTLHLVLRLRGGMQIFVKTLTGKTITLD
VESSDTIDNVKAKIQDKEGIPPDQQRLIFSGKCLEDTRKLTDYNIQKESTLHLVLRLRGGYINI                
>Tthe_XP_001018495                                                              
MIAENYQTQIQAQNKQNQLSCQIHKGSPFQFIEVYNKQVPQTAVCCKCVTKFMMKGENLLCIDDVISCESKTVFLNWPFL
EKREVLQEYQNIIENQLDDICPLHIINDFFNDMEKQVVEKIVGCKKKILAEVEEFFMTKDKLNSIYNEVSQKELLQVQIK
NLCEGNNSLEELDQMINKCKEKYKENLDILQHNLNLYNQSQQILQLKEPQMFLEQILLFIDQIFFNLTSGSNKYLQQSSY
YEQIENNQNIVNKIISLINNPSNYCNQDFISQLQKYLNIYAPLFNRINFNEVYNPSKTPIDFSQIKDSQYKNLEIYINQL
QKINQISILADDSANQIQQKFKQMDSLLSELNNSNEAIVKYESNRVNEIKKRNNVITDKTQSCYFIKSAVDECSQNYQFI
SRSENILELKNQRPGYYIQAFYDQIIQPNKKYVIRIQFEPFNSQQKNYEISIGIIQSNKINSNFINASSLCFTNKDQEYF
NVVKKGKPFNDASCRHETKMRTLEYQMCLEEKYFQLSDYPGYENITIAGEENLRQLDLNKQYMFGIEYYSIEKIKITLTG
KTITLDVEASDSIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIT
LDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVE
ASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEASDT
IENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGG                          
>Tthe_XP_001018079                                                              
MGRSRSRSRSRDKKKHKDHKDRKERKRSHSRDKKSHKYDRNDKNDKLREKPSQNNDDQQSLAQNTQSKVEKVWEKIKEEK
QAEEEALLKVQQKYGFVPKKIERKGPEKLEGVSSYNPVMIEVIINDRLGKKERIKCLPSDTIGILKKLIQAKTGTRAEKI
KLQKWHQVFKDHITLEDYEIHDGMSLEMYYN                                                 
>Tthe_XP_001017626                                                              
MNEVRNKRRQILIRYKKDLRIKNQNKEIKNYQIKKKEIKRRKKEMQIFVKTLTGKTITLDVEASDTIENVKAKIQDKEGI
PPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGMEPTIAALAKKYNCEKKVCRDCYARLPPKATNCRKRKCG
HSNSLRLKKKPKE                                                                   
>Tthe_XP_001015665                                                              
MQIFVKTLTGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT



ITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLD
VEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGF                   
>Tthe_XP_001014134                                                              
MQIFVKTVFGKIITLDVCESDTIQNIKARIFDLEGIPIEQQKLLTQKQGLLDQKTLKDYDIQNEDTLNLVFCLKGGMQIY
IKTLTGYTITLDVSESDTIENIKYKIQHNEGISFDQQRLIFGGKSLENLRTLSEYNVSQNYVLHLVLSLRGGKQNTLNCK
KN                                                                              
>Tthe_XP_001012667                                                              
MELQQFLLNLKNDQENYKPDIQLLKFSEILAQNEYDEKTYYNTYNIKFQLQNGQNIQIAVTEGNTLSNLKISIQKTTGIQ
YEEQILVFRDKVLKDDQMLQEQLTDLTYDCCKAYVFVKSQINTNIQIKDQKMNTFTIQAHLISKIDQIKQQVHQFTGLQS
NKYHLKYNNKVLLDKEFIFEICGTQQQNITLFLVEKDPKEIITINIILPQVEQNNACFVQNTLVTLANGEKKKIKDISVG
DQVISYNQEDQIIEVDVVQEVMQFKANIFCNIQFENSNIICTLNHPFYNPEEKAWKCVYPGGNSTLKNYLSANDSLLLQD
KSISYIKNIDFFTTEERFITVYHLTIQKNHNFFVNGVLAHNKYLFVKTLTGKTITLDVESIDTIQNLKAKIQDKEGIPPD
QQRLIFVDKQLSDGRDLKFYKIQRESTLHLVLRLRGGCFVSNTQITMANNQKKFINEIQEGDLVKSYRITDQTFQQNVVT
RFVKHDIDQLCKITFGNQHVVCTVNHRFYDPESKLWKSVCPSPGSDISFLKKYDYLLSEEGEKLQITEIKIFTTKNPVFI
YHIQVENNHNFFANGVLAHNMQINIQRQQGSLIKLNVEPSYKIMDIKVMIFKETGIQLIDQILKFAGNELIDQMTLSDYQ
ICEGTEEQTLHLELKQDLMASIICDDKYAPTQQMLDKKQDKNQYAQFRIITPDCNYFFTSKKDKKFQQLEEKIKPLIKEE
FLMIYGGKIIKNKLDSLQEFTKNQSFEMIVISSSNGGEQINLFDKIQNLNQQQQQWTDAILQIYSKHQIQETFQFVTNYI
QNLKVQEKIKKIALPITIWTTNLLYRQINQSLSNNTYSDWLPYLKEFMNSIKYFPYYQGKAYRGIKNFSYQDFDYKIGNY
VTWKNIISLSLSEKQARKFSSLEGALFEIDVISAKQIFPVSVFQDEQEVLLLPFSCFLVQSIQIQEGSPMVIKMKEISVP
RSIQVVIWVDDNPINNYKYANYIETQNPNVSIVFCKTTYEANRILSQFNWIVHLEQSAIRVITDMVRIEEDGKTNQQAGL
ELAELLFKQLKKSIEIMIFCQNVEQANKNLKEKNLQDARIIITNKEDKVIKFALFQI                       
>Tthe_XP_001012666                                                              
MIDRLERIRVKVNCIPNMASFCNKLTFCQQLIFLELNLKDNQINAPDIQSLNQIRKRCKIYHKVLLSVQIQLDYIFNSRD
VVGQQMHKEFLICSLICQIVWSFSNWISIFRDVIGKQILKELLICSLICQIVWSFSNWISIFTQTLKQTVQAVMLQWNQV
WFQNDFSIQKIQAFNQTIISLAQKTLTIYFTNQVNALSLGVCILVQTFNQIKNCANLQHQSLQDDSIIISNKGDNRENSQ
NILQILKNIKNKFLSPIMQIINTYNLNLSGLGNFLGYLQNLCILEIHINKSYYLRFYLIQLAASKTKKMKRLVNFITNLG
FLKSQQQNYQPDIQQVKFSQSQAQNEYDEQTQNQAKEIKFKLQNGETYFIEVKKKDTLNNVQIAIQKTTGIQQEEQILVY
KDQILNHDQTFLKQLIDYSIQVFVFIKSQIKIKIDIKDQKMNTFSINADLITKIDQIKQQAIKITGLQSKKYHLKYNNKA
LINKEFIFQVCGTQQQNITLYLVEKDPKEIITINVIITQAQEKIPILIQQLKINDKILSDSYDTSTLSELNIKQYSNIFV
IVDQNEGNSACFVQNTLVTLANGEKKKIKDISVGDQVISYNQEDQIIEVDVVQEVMKFKANIFCNIQLENSNIICTLNHP
FYNPEQKTWKCVYPGGNSTQKNCLSVNDSLLLQDKSISYIKNIDFFTTEEKFITVYHLTIQKNHNFFVNGVLAHNKQLYA
KALTGHIVILDAESDDTILNLKTQIQDQIGFPPNQQRFLFAGKILEDERTVGDYNMKTGSTINLILNLRGGCFVSNTQIT
MADKQKKFINEIQEGDLVRSYSITDETFQQNAVTSIVKHEADQLCQINFGKQHVVCTVNHRFYDPESKLWKSVCPHPGSG
ISFLKKYDYLLSEEGEKLQITEIKTFTTKQPVFIYHIQVENNHNFFANGVLAHNMQVSIEFQNGEKLKFNVQPSHKILDI
KEMIFKKTNINVKDQSLKFAGNEMINQKTLSDYSIIDSTEEFTLHLETKLDLMASQICKEIYAPSTAYKQEMAQYAQLRI
ITPNCNYFFNSKKDKKFQQLEEKIKLLIEEDFLMIYGGKIIRDKHASLQEFEINQSYEMIVISNSNGGEQINLFDKIQNL
SQNQYDWTDAILQTYIWTSNLLYQQLNQALSNNTYSNWLPYLREFTNSIKYFPYYQGKAYRGIKKFTYQKFNYQIGKYVT
WKNIISLSISEEQARKFSSQEGALFEVDVISAKQIYPVSIFKDEQEVLLLPFSCFLVKSISQQENGPMVIKMQEICVPRS
IQVVIWVDDNPINNYKIASQIEIQNPNVSIVFCKTTLEADRILNQFKWIAHLEQSAIRIISDMVRIEEDGKTNQNAGLEL
AELFFKQLKYNTEIMIFCSNVEQANKNLKEKNLQDARIIITSQQDKEYQQKDRDWSKSLQSMERQNQLVCQRHQFQKNNL
QFICMNKDLPEGLSRLLCQYCLEDSNSQNLILASIDGLKINTKILNQWPPLHQQINLKGIQQKHLNLDQEQIVDFYDNLK
NQICEMIEKQKKLDIKLHYEISNNQDFIQKYYEISDFNQFSKIIEHTNLSLQQIEQQLEDLIKLKYQQKDQNQSFVNSLC
EKNLYNVVDQSELVRLKEEILNKLQQFSYFQKFQQSDIVQNMIQCNYADSQQIKIEKNNGRIQLIPSRTLIGQVYSEQPI
NQDLIYEFIINFKQKPTNYICIGFEEESLKNRYLGSYGRNSFIFGQTNDLFCNELVKGNTNLQDICQNEFVENVIIQVLL
KENKFYIADYPQKRAVNCMNQNQYKFKREEQYYLTILIYDQNHFCSIHEEQNNQIKFFCLNEEMPEEIKSRLLCNYCLED
ANKHKLILVSIDRLYNNNRIVSQWPPTYQDISQNILLPDFLTKIKISYIEDYYENLKKEICESLEQQKKQDMMAISQMLD
YEGIINKYNQISGFSQIQNIISQNNNSPSILEQQLNELIKQKYQDIDKNQQVIDDIFQNIAVMQEQELKLIQDDIMQKVR
SLQIIQKSSQVNQIGNMVSSTFKESANIKIKTSANKISIIPNKLLCGQVYSMKPIKQDKIYQFIVEFDKKPQNYICIGFE
EEAHKNRHLGNQGRNSFIVGQVNSSFCSQLLKGSKNLQDLVTEQFVKQLIIEVKLCENKFYISDFPNRTSINSMNETQYQ
FKPNTDYYFTIQINNQDTQIQILSSKIIPQFSLE                                              
>Tthe_XP_001011670                                                              
MNEAEEDERCAKHKIFLNAVCLTCNNMKCCYKCFNVNNSHFNHNSLFLSECDQYYSDDMQIIQEQPSSQFDDQNQLKEKK
KVFSKQLINKANQDSSSNLTNQIKTYRMQIDDLCKQITEQVWNYRQKFIQYMDSKLKEYNAFIQVEQGSQITSEMIIMRN
ELENFINSLKNQIKSIDTQNQQKQNEVQPLPCSCSQAISIINNNYSQNNAFTHFNNGNYFTNDEDLPLFSNSSPSCYSIS
YSCSSSSASSPSPSSYSSSSPYYYNSYQTQKIIQNQYHPNTIFSQKHHQRNNEQMLSQQFTEKNAMNNLCNQMHFNIYEM
QYHQHLSTCPNYQLQKQISENQMQIYSQAIQQKSIQNQIEPKQLSQIFIILTNGKSLPLQFNISSSVLQIKILIFEKTGV
PPLEQKLFYYTKELHNYTAMKEYQIPRDCSIKLYIRSFYQQLQSISKNQSTQNTKSYDDSFDSSNQQFSLQFNKQFKNNQ
NQIESQFNLIQSHCDDFDFDNTSMIPDSQCLNSTKKMSFQNNQQQNSYLDKNQTMNSFFYENNSNQQNIFIYS       
>Tthe_XP_001010129                                                              
MENQQQQTELKETQVLKEIQADTQQKSEIKTEKLEAQNQQLSESESKSEDHSVLLSKSHQYLNRRVECQSFYGTIKYSGP
LLHEGRPANSENQLWFGVEWDDETRGRHNGTVKGTQYFQTKDDKNSGTLVKYEKVSIGIDILDGILAKYFKENIPQNLKQ
QIQDQVDRKYKKQVLKTEVENLPDSVQQEINSEKLKEEEEQKRGEEQIKKVIQVEMDEEAYFETFKKHKKMVQFYGFDKI



WNRLNNITELTEMSLQEVCISDLGHSNYLRRLLPNLKTLSLEKNLLFDWDQVFQIGYELEQLESLSITSNKLMPLERNVS
ERYSKDVEENTLMCWSNYTRIKDVTPMGVFHSLKTLIVIDCNLNWTQVSRFLPAFPALEELFLCRNNMTDFENFTYRDED
LKNLTLLNLENTELDNIEGLKVHLNKLSKLQKLILNKNKLTQLGNLEVYESITHISLESNLIEDPIIFTQLSKFPNLTYL
NIKHNPIGDKCGKSYVRQRAVAECPNLNIINGSNLKKYERKDCEIFYLRRTFDDYFNLTGQVYYKYNLQQFLEWAAKEHP
NHGKLLHKYGNPYEQQPEEPKNITEDSAPKNVMVQLNLIAAAGPQLGKPNKSKKFPDNTSILSLKNVLSKLYGIPNDKLI
LKYRVNQHDPNEILDEDHKTLGFYGIKDNSTLIVDQLD                                          
>Tthe_XP_001010041                                                              
MELEIPQVEENKVKKFFICLQEPNDSFTIQLSQEELEGLSIKELLEKANNVYSFNHKFWRMERIRNQIQNLSKQDENEQL
ISSHFNLFPFYFFPQKYIFEIDVKFQEETYHFELPIATTQKNLLENLSKKLNINEKQLYLLSESQTLKNPFSSYSLANLF
VANDKIFYDDKEIYVDLNLKVTDNIQLFNFAHRTDIYLGDQLISKNETFAHSGVKNGDKLYSYYFIKAQIKDVQTQIKSN
FTKQEAKDLYNKYYPEEQGRIVTEMIGDTLNIKLNNDEEMILTIKSLSGAQYDLGADGNNTIDQIKQKLSSLSEVECEFM
KLIFCGRQLEDNFTLNNYEIKDGSIIHLVLKPGAKIKFNPIQQDGEISINIKTLTGQTLALKCKLNQKVEQLKNQISEQL
EISPTQQRLIYAGQQLEDDQQLYFYNLQRDCVVHLVQTLKKTVEIQQQPKQKSLEKHKQENKFLNIQIKTLTGKQIQLKC
KLYDSVEILKYHIQDSEGIPIDQQRLIFQGKEIENDYSLDMYEIDDGDIINLVLRLRGGGCPEEKKLFVNLENEKSKKEV
EFSEHAPKYRQATDGLNIEAICRNSSCKYFKKQVIIKIGYIFVEIVADKSQKINCPGCSILPQVITCGFVNCQYSWFGLK
IENGVERKVQSKILEACNDKYTTYDPVKENGQSNMVEWKLLYVYANQKESLKFPKCYICLRRIFYEEQMTHSEQCLDKQN
HICHIDCLKSLLHLEKKCLLCLKNY                                                       
>Tthe_XP_001010040                                                              
MERIGNQFQNVSEYDKNEKLISSYFNLFPFYFVPIKFFKINVQIQEESYLFELPKATDQRKLLYYLSNELKINVKQLYLL
SESQTLKNQLSSYSQVNLFVANDKIFYDEIEIYVNLNLKVIDNIELFNFAHRNDIYIGDQLISKNETFAHSGVKSGDKLY
SYYFIKAQIKDVQTQIKSNFTKQEAKDLYNKYYPKEQGRIITEMIGDTLHIKLNNDVEMMLFIKSLSGAQYDIGANGNNT
IGQIKQKLSPLSGVECEFMKLIFCERQLEDNLTLNNYKIKDESTINLILVKPTKIKDNSILQESEISIQIKTLTGQTLAF
KCKLNQKVYQLKNQIQEQFQISPSQQKLIYAEQQLEDDQQLYCYNLQSDCVVHLAQTLKKDIEIQQQPKQQSQKQHKQEN
KYINIQIKTIAKSFQLKCKLYDSVEILKYRIQDHEGLPLDWQRLIFKDKQIENDYSLDMYEIDDGDIIHLVLKLRGGGCP
EEKKLFVNLENEKSKKEVEFSENAPEYRQAIKGLNIEAICLNSSCKYFKKQVIIKIGYSFVEIVADNQQKINCPGCSILP
QVITCGFVNCQYYWFGLKIENGVERKVQSKILEARYDKYTTYDPVKENGQSNMVEWKLLYVFANQSTLTFPKCYICLRRI
FYEEEMTHSEQCLDKQNHNYHIDCLQSLQHLEKKCLLCLKYY                                      
>Tthe_XP_001008804                                                              
MENLQKQDNCCCILPKTAKLFLCTDNPSKSFLLNINEKEYDFLSLEALYDKANLVFASKNKHFEIDQYSIKSFYAMSPDS
QQLLAKSQFNQLPIYFSQKQISFDIDIEFNNELVHLTLPYNISNEKLLGILSEQFHIKLKQLYLLDAKKLIDDNLNKYKK
LNLYCTENYIYIDENQYFVDMNLTLKQNGVLFDFNRFPYLFKQNQMVNLNKALIQLEIQNGEKFSSLGIIDVYIEDSLQK
IRSDYSLDDIHKLYHELFPEQELIKRLHKAETEEGLTKYFKKEEFLFVKTLSGQTIKLDYDSSDTIDNIKNKIYDIEGIP
PDQQRLIFPGKILENGYTLSDYNIQNGSTIHLVLCQRGGVTAKKFVDIQNEKSKKVIEFSAYAPVYRVACDGINIEGYCK
NEKCPYYDKLVISKVGYKSIEVIKDEYNEIKCPYYYCQNSIELVTCGFSNCKYKWSGIKIEQGSQKQVVSPLLIAAQDSY
TRYNPLNDDLTSNSIQWQELYIFAKPLQQNKIECSICTKYVEKEIQTSIFEICLDQDQHKCHNSCLEQLPNDIKKLCPLC
IRIW                                                                            
>Tthe_XP_001033546                                                              
MQRVESNQKYSCCPNCKKPYNSEKILKQGIQLECNIECVICYSSYTQENIPCSLPCNHFFHKDCLVKWNESCKSETSPCP
YCRKMYEEKDILLRWDVFAKLQKLKVSSNEPKSSQQEEVFEESTISSISSMGLDLSQIESSTSRSDTTMIEEQISGTFFQ
EISQKINEDKQEKISSDQLKKQSESPKNQSIQTNNEQTQNRQNQQAEKISLNSKQQSNQLDIIHEEDLEYKSKSNQNTKK
QTENSQQNPKIENKIDEKSQCHILKSNKNQHQNEFQIFVKDLNGQTFIVNVSPMLKVKEFSNMISQRSNIETEQLRFSCQ
GKSFSVQNNSEELLGNLKVEKNSIVHLLLRLKGGFNQEQLQFI                                     
>Pmar_XP_002788604                                                              
MLTVVQGKEKYHCTIDDTTSVADVKARLESATGVPAKGQRLLVKGKERDASVVLSSIGVKAGSKIMLLFTKEYQAKTFSK
ATVLNKEAPDNDVRPQFMRLLAKGKEVSDGSRIEEIMTTPHGTLEMLMLFKYGYHMQVEGSVWLKQRQEELDGLKSKLER
MENSLDHRGGDLAEFLVQLTKVGEVVERYLESVDHVTVNESLLPEMKRLKEELLAADQKVKELNSRVPLV          
>Pmar_XP_002787968                                                              
MSADNTVVFLDIDIDTEESGRTAYARGVDFVSQCNLKYGLSSPDITKLGGSEVARLPELYLSDYEWSQKGSAIFKRPVDR
VTIELLDTTSPLAVDNFKHLIKGDKGVSRNSGKRLSYIGCPFHRVVKDFVAQTGDIVTGTGAGGESSYGKKFKDDVAGLK
MRHDGAGVVGMCNTGKNSNTSQFYITFNATPQLNGKHVVXXKIRVKCNPDDTIGDLKKLLAAQIGTRPEKIRIQKWYNVY
KDHITLADYEIHDGMGLELYYN                                                          
>Pmar_XP_002787834                                                              
MSSSPDQPSLTSEDTSMGNTNVAAATSNENTPAEDGTWVVHVRRMNGSTLTYNVNPHTETVADLMDRIHREAEIDPMLQR
LIFRGQVISHEPHKHLDEFLTESGQTIHMVVRPVSTLRNATANSSTTPMTAPESATGGGGGGNNDVPPQIGNIFSAMLPP
GLLSGSGQFVIPGGVGGNDGAPGSTQVFMHSFHLDPATGQIVGDDHQQQGGAIPLPFGGIFGRSPMPSGATNANPQPPSG
DSSTSAPRRSTPTPTTPGPSDQEASNTSTAQAPEPTTTTSGGGNGVQQMISGLSQLFGNLASAGQQPAAAGGGGGSVTAT
FSTPADGRPSTPPSRPRSQSARLPRGGESSASRSQDGRTRGRVFTRRATRPSATTQQRSTGSGEAVMTDSNRIPVNSQQA
PVSRAHGAREEDLQRRAEQTPGLPWRTLIDSDARVDHLMSHLAQLPGPRHYRGSDDLPTFLRNYQRLLLSAAQMVGDVSL
MLQSDASRGSDSPPNPQRQDDLAYLARMLAELTDTSEMMVSVVNRTWCDMFDPEGQGQVRTREQEDATQTEGRTSEATEP
SAPSLTPYRPTGAAEVDLTSEQGRPSERREEDRQRGVEHVEEAHRSARLTDESVGQEGASEGSTEQARKRQRRNQ     
>Pmar_XP_002787746                                                              
MSTVNITVKKVDGTTVEISIDSSATVEELKDVVQQRTQIPKVSQRLIFRGQILADDKTLKDAGLDGDGLTVHLVRHLVPP



AHPKAGQQAAPVQQQQQQQPTLRLGAGVGAGGQSGSPFSMPGMGQGGMTPEALAEMMNNPLVESMMSNPQIMRSLIEMNP
QMQQLMQQNPELRTLMEDPEFLRQTMQAARNPSMMQEMMRNNDRQMANLDSIPGGYAALSRMYRDVQEPMWNAASGADAH
AGTSSASQLMQAMQQDRDAAGPNNRPLGNPWGVAGPPSSSTTTTTAPPPANSGVQGHPSTTTYSGASSATNPTPAMANPF
ASMFGMPQPPSATGASAQQQPQGPPFNPFFSMATSTPHSTAGSGAPTAAPQGQASDPTADWLSNPAVQDMMGRMMREMMS
SNTQQPQPQQQQQPGPTTPNTNPTAPSVPFLFPMMMNPSATTPSSSLFSPPMNQQQQQPPPVQAADLAVQFRPQLAALES
MGFTNRQQNLDALRRANGNVNRALDLLLAEPSSQQDGGPQQQQQ                                    
>Pmar_XP_002786782                                                              
MSSSPDKQSLTSEDTSMGNTNVAAATSNENTPAEDGTWVVHVRRMNGSTLTYNVNPHTETVADLMDRIHREAEIDPMLQR
LIFRGQVISHEPHKHLDEFLTESGQTIHMVVRPVSTLRNATANSSTTPTTAPESATGGGGGNNDVPPQIGNIFSAMLPPG
LLSGSGQFVIPGGVGGNDGAPGSTQVFMHSFHLDPATGQIVGDDQQQQGGAIPLPFGGIFGRSPMPSGATNTNPQPPSGD
SSASAPRRSTPTPTTPGPSDQQASNTSTAEAPEPTTTTSGGGNGVQQMISGLSQLFGNLASAGQQPAAAGGGGSVTATFS
TPADGRPSTPPSRPRSQSARLPRGGESSASRSQDGRTRGRVFTRRRFLRTRSSEDLKVVLVGATRSSATTQQRSTGSGEA
VMTDSNRIPVNAQQAPVSRAHGAREEDLQRRAEQTPGLPWRTLIDSDARVDHLMSHLAQLPGPRHYRGSDDLPTFLRNYQ
RLLLSAAQMVGDVSLMLQSDASRGSDVPPNPQRQDDLAYLARMLAELTDTSEMMVSVVNRTWCDMFDPEGQGQVRTREQE
DAPQTEGRTSEATEPSAPSLTPYRPTGAAEVDSTSEQGRPSERHEEDRQRGVEHVEEAHRSARLTDESVGQEGASEGSTE
QARKRQRRNQ                                                                      
>Pmar_XP_002786652                                                              
MQVFVRSLTGNTVAVNGATTVADVKARVQAAEGIPVEDQRILFAGAALEDEVMLAHAGITDDSVLALNLELLGGGKKRKK
KTYTAPKKNKHTHKNVKLATLKFYKVDSDNKVQRLRKQCPNASCGAGVFMANHFNRYYCGKCSMTYLIKGEDEE      
>Pmar_XP_002786224                                                              
MQVITSVAGGRPILMDAEGEQLIAELIIELADKTGLDRGNMKIAFNGKIMDDDDTLRECGIEDLSTVRVLLPLKGGHIPH
PVKYVGPRRYGRYVYGMNRPPVLRQVKDWIDWTGWNSVFGGFSFQVAFGLMIVSGVYLNNYRATHTLYYTNKPDNQDILG
H                                                                               
>Pmar_XP_002785311                                                              
MREVVVVPPPPPPLLLFVVNVKTAATVWVEISQNDKVSMLKKYTLKKTGIPVEEQILLHSGEELKDEYVLKDCGALRDRN
VVHLVDRRDAPGEMTVEDASKEEAAIHGVN                                                  
>Pmar_XP_002777264                                                              
MSINLIFKVSGGSSFEASFDPETTIGDVKKNCVKTSGVPAEQQRLIYKGRILKDTDTINQHKIESGHTIHLVKGAAPAGS
SAQPAAPPPAAGQLAEPIANPTPPPSSSTTARPTSDYMQQGMAQGAMMQDPRMMSQMMQSPMVQQAMQALAENPQLLQQM
MGTNPMMQQMMAQNPQTAAIMSNPDLLRFLMNPQTMQAMMQLNQNMEGNQPQQQGMAAPAAPTPTPVPTPATGQTIVPPP
NSPTGPSTSGQPDYASMMQAMQNNPLMAQMLAGGRDGAVPAPNQAELEQRYASELGMLRSMGFVDTVTNLEALRVCDGNV
ELAVNYLFDMGAGN                                                                  
>Pmar_XP_002776310                                                              
MTMHPLTSGLRDYVTAADHTRYDGLANGFIRVDVTHSNLQARVHDATLSLAATIESVKQKLYKRNGTTVDHMQLFLRGAD
GNTIFLYDDKLTLRDFGAQNGDSIHIKDTDPYSVSAGGALENLDLVDKYVMDDETYDKRTNTLRHYIREQRKKNPNFKLK
FGPQTTPDENQDAAVPERPPTPENAREIYAVGQRCEVNPGGRRGEVAYFGPVKGLPRGECSWVGVRLDEPQGKSDGVGPD
GKEYFSCPNGPGYGCFVLCENVNVGAEFVPADPFAELSSEDEL                                     
>Pmar_XP_002774272                                                              
MQIFIKTLTGRKSNFNFEPDNTVRHVKEALQEREGIQVEQIRLIYSGKQMSDDCKLSDYNVKPGSTIHMVLQLRGGL   
>Pmar_XP_002771956                                                              
MQIFVKTLTGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGRL          
>Pmar_XP_002771708                                                              
MSINITFKVSGGSSFEQSFDPETTIGDVKKGCVEKSGVPAEQQRLIYKGRILKDADTVGQHKIESGHTIHLVKGAAPAGS
SQPTPAAAAPAAPAPTPVEPTPAVTPTPPVAPTAPSNDYMQQAMAQAMAQGAGGGMGAGMNAMMQDPQVMSQMMQSPMVQ
QAMQSLAENPQLLQQMMATNPMMQQMMAQNPQMAAIMSNPDLLRFLMNPQTMQAMMQLNQAMAGNQQQQQQGAPAPAAPV
PTTTTPAQSTAPPNPAPTGPATSGQPDYASMMQAMQNNPLMAQMLAGGGAGAIPAPNHAELEQRYASELETLRSMGFVDT
AANLEALRVCDGNVELAVNYLFDMGAGN                                                    
>Pmar_XP_002771686                                                              
MSSTPENKTITLHFKLTGGKPFVLEDVRSDITVAELKRLASQSEHCSIPAVQMKIFYKGKHLQDDDTLSTRKIVTGSTLL
LIKGPKPANSDDVNMEVAQEASTSSSTIAAAATGAAPVPCQGGCGFFGNPDTNNYCSKCWKDLKEKEEKEKEEAEEKARL
EAEKVDELVEASDDRPVQSDVNR                                                         
>Pmar_XP_002771518                                                              
MSINLIFKVSGGSSFEANFDPETTIGDVKKNCVKTSGVPAEQQRLIYKGRILKDTDTINQHKIESGHTIHLVKGAAPAGS
SAQPAAPTPAASQLAEPIANPTPAPSSSTTARPTSDYMQQGMAQGAVMQDPQMMSQMMQSPMVQQAVQALAENPQLLQQM
MGTNPMMQQMMAQNPQTAAIMSNPDLLRFLMNPQTMQAMMQLNQTMEGNQPQQQGMAAPAAPTPTPVPTRATSHTIVPPP
NSPTGPSTSGQPDFASMMQAMQNNPLMAQMLAGGGDGAVPAPNQAELEQRYASELGTLRSMGFVDTAANLEALRVCDGNV
ELAVNYLFDMGAGN                                                                  
>Pmar_XP_002766209                                                              
MSINITFKVSGGSSFEQSFDPETTIGDVKKGCVEKSGVPAEQQRLIYKGRILKDADTVGQHKIESGHTIHLVKGAAPAGS
SQPTPAAAAPAAPAPTPVEPTPAVTPTPPVAPTAPSNDYMQQAMAQAMAQGAGAGGGMGAGMNAMMQDPQVMSQMMQSPM



VQQAMQSLAENPQLLQQMMATNPMMQQMMAQNPQMAAIMSNPDLLRFLMNPQTMQAMMQLNQAMAGNQQQQQQGAPAPAA
PVPTTTTPAQSTAPPNPAATGPATSGQPDYASMMQAMQNNPLMAQMLAGGGAGAIPAPNQAELEQRYASELETLRSMGFV
DTAANLEALRVCDGNVELAVNYLFDMGAGN                                                  
>Pmar_XP_002766181                                                              
MQIFIKTLTGRKSNFNFEPDNTVRHVKEALQEREGIQVEQIRLIYSGKQMSDDCKLCDYNVKPGSTIHMVLQLRGGL   
>Pmar_XP_002787933                                                              
MSSSESKPLILHFKLAGGKPFTLDNIDSEITIAELKRLASRSEHCSIPAVQMKIFYKGKHLQDEDTLSTRKIVTESTLLL
IKGPKPANSNDVSMEVPQEASTSSTTAASSNAAPVPCKGGCGFFGNPGTNNYCSKCWKDLKEKEEKEKEDAEEKARLEAE
KVDELVEASDDRPVQSDVNRCWTCGKRIGLTGVRCRCGYYFCSTHRYAEAHQCDYDYKTNERRKLAKANPVVMADKLDDK
A                                                                               
>Pmar_XP_002787833                                                              
MSSSPDQPSLTSEDTSMGNTNVAAATSNENTPAEDGTWVVHVRRMNGSTLTYNVNPHTETVADLMDRIHREAEIDPMLQR
LIFRGQVISHEPHKHLDEFLTESGQTIHMVVRPVSTLRNATANSSTTPMTAPESATGGGGGGNNDVPPQIGNIFSAMLPP
GLLSGSGQFVIPGGVGGNDGAPGSTQVFMHSFHLDPATGQIVGDDHQQQGGAIPLPFGGIFGRSPMPSGATNANPQPPSG
DSSTSAPRRSTPTPTTPGPSDQEASNTSTAQAPEPTTTTSGGGNGVQQMISGLSQLFGNLASAGQQPAAAGGGGGSVTAT
FSTPADGRPSTPPSRPRSQSARLPRGGESSASRSQDGRTRGRVFTRRATRPSATTQQRSTGSGEAVMTDSNRIPVNSQQA
PVSRAHGAREEDLQRRAEQTPGLPWRTLIDSDARVDHLMSHLAQLPGPRHYRGSDDLPTFLRNYQRLLLSAAQMVGDVSL
MLQSDASRGSDSPPNPQRQDDLAYLARMLAELTDTSEMMVSVVNRTWCDMFDPEGQGQVRTREQEDATQTEGRTSEATEP
SAPSLTPYRPTGAAEVDLTSEQGRPSERREEDRQRGVEHVEEAHRSARLTDESVGQEGASEGSTEQARQQHGDGQSSVIR
FMPADQDGPSVAHRVEEIDAGEVVLEEPRKVPTGCVIPLPDKVQQPIRGCDEVVAAAGDDGVSGEDANTSKTLTTAEPLC
SSEHSSSPSHQHAASQRLSGDPRGTDGEEQAGQPPGGINLEDVNALLGSAAERLSGDHQQLLDLSSELSSRFPELRALLE
AATSPSRNDSSHQHDSSQNHEPH                                                         
>Pmar_XP_002783557                                                              
MQIFVKTLTGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGCLVSILSS
VVY                                                                             
>Pmar_XP_002774997                                                              
MTMHPLTSGLRDYVTAADHTRYDGLANGFIRVDVTHSNLQARVHDATLSLDATIESVKQKLYKRNGTTVDHMQLFLRRAD
GNTIFLYDDKLTLRDFGAQNGDSIHIKDTDPYSVSAGGALENLDLVDKYVMDDETYDKRTNTLRHYIREQRKKNPNFKLK
FGPQTTPDENQDAAVPERPPTPENAREIYAVGQRCSWVGVRLDEPQGKSDGVGPDGKEYFSCPNGPGYGCFVLCENVNVG
AEFVPADPFAELSSEDEL                                                              
>Pmar_XP_002773563                                                              
MIEVVCNDRLGKKIRVKCNPDDTIGDLKKLLAAQIGTRPEKIRIQKWYNVYKDHITLADYEIHDGMGLELYYN       
>Pmar_XP_002773533                                                              
MQIFVKTLTGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLD
VEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLDVEAS
DTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGCL                      
>Pmar_XP_002771351                                                              
MQIFVKTLTGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLDVEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLD
VEASDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTDKTITLDVEAS
DTIENVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGCL                      
>Pmar_XP_002769179                                                              
MLLTSSVINLSFDYSFTEYREGMYITPQIAELKRLASRSEHCSIPAVQMKIFYKGKHLQDEDTLSTRKIVTESTLLLIKG
PKPANSNDVSMEVPQEASTSSTTAASSNAAPVPCKGGCGFFGNPGTNNYCSKCWKDLKEKEEKEKEDAEEKARLEAEKVD
DLVEASDDRPVQSDVNRIVQFVK                                                         
>Pmar_XP_002768100                                                              
EGRYRDQRLRGLGTMQIFVKTLTGKTITLDVEAADTIEAVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKEST
LHLVLRLRGGVIEPSLAVLARKYNCDKMICRKCYARLPPRAVNCRKKKCGHSNQLRPKKKLR                  
>Pmar_XP_002767208                                                              
MQIFIKTLTGRKSNFNFEPDNTVRHVKEALQEREGIQVEQIRLIYSGKQMSDDCKLSDYNVSPARPSTWYFNFAEAXLFS
YWKRDGLGRKYWYERKKNLENYWKNVRNFMTIENLICF                                          
>Bnat_32874                                                                     
MLVCVGRTGTLDVNASDSVVTVKQKMQDEEGMAPDQQRLVFAGKEVQGGRTLAGLTAGQ*                    
>Bnat_32975                                                                     
MQIFVKTLVGRTITLNVNASGSVSTVKQNAQDKGQRGHDPAPDQQRLVFAGKELQDGRTLSDYNIEQENTLHLVLRLRGG
SGDSPAVLACVANALLRRMR*                                                           



>Bnat_84942                                                                     
MPGKSVEVKLQTLEEKELEITVNEDDTIRSFKKKLEGEYQLGTAERLVLVYDGTVLEENMSISECNIDPFAAKKVVVFLA
KENDFVQKAPFLARTWDMEAKAQRAGQGRRPRPGAGGRGMMPNLPGIPGNPEQLAQNPMMQQLILAAMQQPGFAAQLRQA
MLAQADAAGNPALRTQVERMSDDELKMRALGDLRLLMGQGGAPGMGAGGRGMPVIPGGARVQKHRDMKNNDVNDSIRIND
FFVLRVVALPFGDQKSSVVPSKHWESHLKEAKKLLEKVFPLADADGTGFIDVKKLSKFFQTTAPRKIPAAVAERKAKDFF
IMAQLNGVKPAPKGLTKDMWVQFQIDQFRKLSSLVPPDQFQSELDTALAAYRKMLKAYEGKSSSSSSSSSEKKEAKDDGK
KEQSDENGSKPASSQTGEGASNATATTTTTAETEKGDTKKKIVKRKNWLPLENDPKLVNRYMKVLGVDTNQWEFHDVFGL
TPQDMIHVPTPILAIMLLFPITEASEKARVEEQKKLEEQKAGKPEGVYHVKQTVGNACGTIGLLHAVLNNSDRMKLQDGK
FFAKFLSETKQMDSEERAKALASNKDLEEEHEVVAKAGKTKATARAFANLHFISFVMVKDVLYELDGRKSQPIAHGATSR
TSFVEDALKIVRKFVAFSPKDGRFSVIWKYIKTDREPVIVLAPKKQTFQGGAAFGGDGGSLPSAERQQEVVGQLVEMGIP
EDKAREALGRNGWSLARAVEYIYSQ*                                                      
>Bnat_46016                                                                     
MSMQIFVKTLTGKTITLDVDSSDTINTVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGSD
DDDDDDDDDDAAPAAEEAKKEEGDKKEEAKPLFEDDQEKQELAIMYCGMILNEVKADITEENINKLLSASKIEVAPYWPK
MFAEIVKGKDFDKIMEDSAGAPGAGGGAAAGGAGEGGAEEKKEEKKEEEEDDGGFDFDDDE*                  
>Bnat_54151                                                                     
MKESAKTLRVFVKTLEGKTSPIEVDPKDTIQSFKQKIVETMGLDLTPDCIILFKGNQPLKSQSQTLMALKVEEDSEFRML
ILKKPLQIECAEKKHWRGQYRDPQVKWMDAPEALKGSPQYIKAKVTWKDQGWGNRKGSLALKLIDDTDGKIIESLNLFGI
AEHHETSREETFTVENCLLLQKAKKGHRIEVHRYVGGGGGHELFVSNFSVILSYTSAPSKEDK*                
>Bnat_54167                                                                     
MIPAPRANVSSPLCKKPNPSSLASSSSSSSSSSSRAVDIYVDGTETSAEVKQAIFEATGIPPHAQEIEVNGKRLCDEVVL
KDQCIKKVSCACSLKEVADDIFVDTGKLSLDVDAFDTGLSVKEKIEEITQIPSQLQRLSHNDKQLLDSEPLKSHSLNDGN
EIDMIVRLDNAYSEVPSTHKGKAKRSKRVEKGKACLNSCTSKKVKDSTELPWDDIKCIEDPTLSKPKMPKPLMSLYSLRG
SSTNCDASIHKVIGTSQLQGDSCAVCKCDLQTGGEDVVVETPCRHRFHKDCLTPWLLIGNKTCPQCRFSLSSDGRAAEKR
ASLDVDKKECKTCDRRVRRKVLDDTFGGIL*                                                 
>Bnat_78226                                                                     
MNSKPSVFPVPTDREDKSDTPIVPVWRAGRCVGGTGNDTKGDRPNEPSESSSTATDGKVTLKVKTLGGGNHEIQVDAKCP
IPTLKQIVAEKTNVPVENQRIIFHGKVLKDDKDISSYGMVDGNALHVVRRPPPRARNGTTPASSQQGPQSGAQNGGQTSS
FTSSNNGSHSVMMGTTIAVPDGQALPDLGQIFSNVLSSLGPALQQAGGVLSRGAGGGGGGVGIGQTPSSSSSSSSSSSSS
SSSSSSNSFSNNNNNLNFSTWESGSAGFSGGGGGMSSSQQQGGVLSGPPPLTPFRQPSQQDILAALRVISTVIARGEAAP
IDAKESSATAAQDQKDAPPPTSSSSGDSNEFKGAVRVLQRTITVFTELLPLSRRLEEALGAAAQLQQHDSKTNDNAEELN
RLSRTVGVSSGTPLNE*                                                               
>Bnat_80137                                                                     
MEGKSMEVYVKTMSGDKKRIEVPFSATVGVLKQTYEEKTKIPKDQQKYWYEGTFLENDSALLLSTYKVESGSELMLLISK
PENWFCVVKKNSGLVIGPFKELSEAKKELNKSRGGANNQQMICEMSQTGAKDDPHTVGGENQGAGAPGGFEKWWYGWAEI
KQMNTMANKWAKKQGLIIDNPFLEKYYFVVNASTKKVKGPYKNVLEAQKVLNEHKGGPSNRQMVAVLNEKGESKSDPHTI
GGLNQGAGEAGGFNKWWSGWGDIVHMNRMATDTWKQMQEEENPS*                                   
>Bnat_27928                                                                     
MKIHLKSLVGAKITLDVDPRDTINDVKQRIQEDRKVPVDLTPFIYAGKLLEGN                           
>Bnat_86507                                                                     
MSSGSTRSPKVVVEAKFMKRSWEVDGSTSVINLKRKIQEQTRIPVLHQILLANGKPLLHGNSKLLDCTSLVVDEAEEKIA
NITLTTCLEPVTDNIDKIVRQLDRMIATRSTNERDLVLMHNPFPKLNLICKKRPSKSTLQSCARCIASLCSGKPEPKLKM
VKPAIKILSDLITFSDAEILHHSCRSLMYLSNGDDELVKAIFDEDDGRKKGSTFCRRLVELLDGHDNVAESVLKTLSNFT
IAESDDIKKTPKRKRSISGPEDHSQILLEAGVLPAFQGLLKEKARTLSLKALCCRVISMLVQHKRCISIIISSGLLRTIL
GLFRPKKSFLPTPITSPTKAFCILYVPQWSSESMDNLRDSPEFIAEGVLLEAVWVMVNITCDGGAEDKLKALRLGMIDAL
CLLLGELDEEILLLALEGIDNLLKAGKGLANVILEDEEESSSSDPPNVVRVSSEIEFLVLEEVRFKGLDMMLQLLTDSNI
THVVKQKVASIMTQYFPEEAKSFDAGMEDLEGEQGESEMPKERSSSGKPPPLTIPENKTVISTTQKDGNNFAGEGEEAHE
SDDDDESVHRPSTESIKVVVRCRPFIKNESKDCLDVIHVDLESNRILVKDPNQSGFNPEMKESWRKFSFDTVYGRESKQK
DIYKHSVSKMVRRLLKGFNSTIFAYGQTSSGKTHTMMGNVMLAKMKALSALIDWYIFYILYLKGELQDDHLEGITPRLIR
SLFSLIEKGKERGNTFLITLSYLEIYNEKVYDLLTRQRKRGIQARESLQIRQKGNGLLSCSSPKSLSDMYIDVTGFHVPK
LTKHVITDDQQMLAFIEMGRSSCFIFLGLYKFALIDKGSRARSTAATALNSASSRSHSMLIINIEKGSSDENMRNIVSAK
LNLVDLAGSERFQDQDMKTQKESTSINQSLTALAGVIAALTSNKKGTFVPYRNSALTKLLRDSLGGNASTLMFANINPCD
RNLNESVSTLRYAARAKKIMNKPKVNQNPKDALLTKLQSEIKSLRRLLDKKDKYIEKMQVQTPKIIVEEPSEEERRRVRE
DLLNRLNDAKSSFIQGGSPRARGTRGAFYGYLVVAAGSLVHTIPARAIDDDDAESPTNNLPGIDPSILRSVRTKGKQTSQ
HLTNGAAPQIGMQDEIQAGVFKAMRKMRRSKWEAHMIGHDESLATVSIRMTKVRKVELETDLKESEEQKKELEENLTSTL
SINAELKSKLEIANEQNEELQSELTALRKQLLNVTITHKSDELIMPRSPRNVTKGVEEGSLVMEIKAYSQYVNTLLAYHP
LLMTTRTLPIQPTDIEDFAEKMRDGILPAVLINFAVPNTIDERVLNKPTASKPLSEKERRENLILVFETCKGIGVEVGDL
TVDALFPTGSVANTNNIQNPVPRKSSTARHQSSAVSLKTVCTFAFRIISFITLRRNELLSHPEVREAGIAQDDNDSEDLL
PSKILLGWTNHMLGKLRSNTQISTIVTSDAFPSLPLSQSSFSAKGNKVPAFLVLAISQKIRGPQTVSWLASKMKVPSFAE
SRESDAGSGISPADFAAAGEILPKEAKTFLINEDDFERKHDKETEMSLNRLALLFTGAVLKHSFPLKFNGLHGDMGGHPE
SKTVRNTVNPVEKLIRRDRKAGGSIVSVSDDTDIDEDEGTGFIMGGKHDLILAALDGRWMWINNIGVQNRYIHRLLNACS
NGVLLLRLLDHIAKSVTQQASSNPPVVRSMSNVGNKFRELANCQQFIERCKETPFNFKVGTTTGQDINERHSKHVLSVTW



QLRKFHMFEFLKSIYVRKFGGGQKTAESKIRIDEGKIAQWCMSTIETALDENGGYPPEASHVDLEGIGSKIKGFDEKTLK
TGLYLLLLIWAKDPESIDWANASTGVTRDQRLGNATYAISVARKMGCTIFLQPADIIKVRPRMILSFVSAVLAT*     
>Bnat_60402                                                                     
MGNCCQARDIGPPPNLAFTIIARVVNYAGKEDYTIEVNGFTTIAEMKELLQKKRGMEGVDCEFEVRMMGEVLFNDNTVGY
YGIKELDVVTFKVS*                                                                 
>Bnat_47355                                                                     
MNDKKILGTVVVRANVRGQELYDEVAMLLSKTAAAAAAVSPDSNNILLLAPDRRVIDPWGYIYDYDIGQNQNKIVEVDLN
NEVPTTDRLGHPWLLSSNLKISRPQLPTGEGEGKSITVFIQKSEGTSSIQVWTKETIESLKYKIWKVTSVLPEMQLLSYG
GKQLSSEVGGKTLQDYNITDGCTLQFASKILGGSMQIFVKTLTGKTITLSVDSSDTIKVVKDKIQYKEGIPPDQQRLIFA
GKQLEDGRTLQDYRIQKESTLHLVLRLRGT*                                                 
>Bnat_36190                                                                     
MKIFVKALTGKTTTLEVDNSDTIEVVKVKIQDKEGIPPDQQRLIFLGKQLEDGRTLQDYRIQNKSVLHLVLRLRGT*   
>Bnat_70850                                                                     
MRIYIKPILGAPQMEARGMLQDTVKSLKIRVWAKLKIPPSHQKMVFSGKVLEDSRTIQDCRIVDGCSIYLVINAGREAVQ
IKIRHLCGDPFRVTVDRRWTTIATIKQYIKHTLQVPLESQVLLRSGMIMSNEQTLNSIAYQKTDTSFFLVPYSLEDLNAS
ATKQIQLREQKARSNRAALLIQKWWRGISAKLKEKKRQLASTYIQSWFRGYLGKIRLNLAVSTIKAKQHARLREVLRVWR
WHAVRRAFELWRRACCARTTVDDDDDDDKEEEEEEEEEEEADLLLREEELMEKEMKSHSSIYIQSCSSGEYTGGVKLKIA
VDEMKRRMVSTGEAAAMIRIIQQQWLLLLLLLLHNQLFKFTCRNLAREARSVLLKCLNSTILDFEEREECIQAALYRIQH
NIPKYAAAWYYRTAGELESSRPLLLSVTSVNNEETGCDLGCDVAFLSCIYRDHGTLIYSEKISKINKWIKAAMCNDIIQF
LYRVKFLRRRRRLNDLHLRILPWIITPISVSKNVRTSLHSHSGRYYMLGDEPVEEAAGTTKEKDTGSRCYFHIDALSCWR
GGNAVRARPSSTVPTASDGDGFNYMMRFHACGIQSIVFVRRAGVGTKKLRNGMK*                         
>Bnat_47445                                                                     
MRIYVKIYTSRPVTLNDVKMSDTIKTVKQKIKDKEAIPTDQYRLIFAGKLLEDDKKLSDYNVQNDSTLYYNPAPA*    
>Bnat_42651                                                                     
MSHIIFVKTLTGDILTLDVDHSDTIEYVKSKIQDKSGIPPDQQRLIFAGRSLENLRTLADYNIQRESTLFLVLVLKDDDG
GSMQIFVKTLSSKIITLDVDASDSIKRVKLLIFDKEGIPIHEQRIIFGGKNLQDSQTLAECKVEKESTLHVLLRLRGGGG
WLG*                                                                            
>Bnat_134910                                                                    
MFGPGSGGAVLVDVKVIEKENHDDLSGRQSQLWVLVDSTVRMVKKQIADKFSIATDEQTILFRGRILDDNQTMQECGIRG
IGKEVASLVVVQKRLRQEVSGSHAQIPEDTKRVIFHWDPKRKGSKYQLDTPKLRTWFHHGSWQTIQGDMVFPPDSGKWYW
ELKFTHVSLKQNSFAAVVGVVPEGPFSSKANQPIGWQKVAGWGLVIGTGQSLHKGGTLEYGQSSSGQSSSGPTFGPFIKK
NDVIGVLLDMDHGTIAFFRSGITLDANRRVAQSCLGGWVTVIGDKVFMPGTGVHTWEITLTNIDKEKNVFACVVGVVPAN
ESAITSSNQPIGWKKVDGWGLVVGTGELLHKSTGRSYPGGVPTPEFQSRDRVGVVYDSNRGTISFHRNGLDLGVAFESIR
VPIRAALSCIQTQETKLQAPASWEGSSGSRIASPSKSLNASFDDGKNLEFHPQNNQSSSSSSSLVGGGNGIEDINPFSDA
AAKSSSSSRRSKREFRWQRPSSNGSDVTVSKDGKETRGGSSSWRTLFGDTIFHPRSGAYEWEVLLTRLYLRSNTFGVVLG
VVPASYTQTGSGSNQPVGWKAVPGWSLVSGTGQKLHQSGALPYVQGDGFVRGEKVGVRLDTDAGTLEFFKNGRPLGVAFT
GICVAVRPALSCIQNQTTILYSPPVTKLLSGPKQRAVSSPLDNMDRKGEDDDDNDDDDDDDDGDRVLTSVPMLYNNIAIS
SRNQQREKREPVAGWGWKLVAAGKAAADRNVVLENGARQLVTKASCWHTVVGNTVIQSNTGIHVFEVKLERFRLMSNTFG
VVIGVVPRDFHPDPVTNQPIGWKAVQGWGLVAGTGACLHKKIVARRYATRNNSESISFGDDDLDDGDLSTPPFEQGDIIG
VVIDTDRNTIEFQRNHQSLGIAFIGVGDEGDSGVAAWNSSSSPSLAIKQQHKSSSKREGYAAYSSSVEGKWGGAEGGGGG
GRDKVLSKMLRNKKIILGEEQPTVHPVRIRSKGTSWATTVGAAAMVVAPKDEIEVEEQKSQGGGGGGEGDPFRTPPLTGR
GVFEWEIELRSLSTANNTFAVVVGVVSAEFDPLPEVNQPVGWRSARGWALVAGSGMKLHESKSVDYTLPFVTGSRIGIRF
DTCAGTLEFLRDGKNLGIAFDGIRVPVYPAISCIQLQEVVASPIRFTPAIGHVSEYGQTKSSFHRGDVVGIRLDTHRGTL
HFYKNSQNLGLGYLCPITCELMEDPVVAEDGKTYERAAIAGWLKKSDISPITGQRVKNRDLLIPNQNLKKLILQWSERQE
RLRKARS*                                                                        
>Bnat_48466                                                                     
MSMQIFVKTLTGKTITLDVDSSDTINTVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGSG
DEGEEDDEVQALVVDNGSGMCKAGFAGDDAPRAVFPSIVGRPRHQGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHGIV
TNWDDMEKIWHHTFYNELRVAPEEHPTLLTEAPLNPKANREKMVQIMFETFNTPATYIAIQAVLSLYASGRTTGIVLDSG
DGVSHTVPIYEGYALPHAIMRLDLAGRDLTEHMMKILTERGYSFTTSAEREIVRDIKEKLSYVALDYNEEMSKAEQSSEL
ERNYELPDGQVITIGSERFRCPEVLFKPSMIGLEQEGVHTTTYNSIMKCDVDIRKDLYGNTVLSGGTTMFTGIAERITKE
ITALAPSTMKIKVVAPPERKYSVWIGGSILASLSTFQQMWIGKSEYDESGPSIVHRKCF*                    
>Bnat_51387                                                                     
MSMQIFVKTLTGKTITLDVDSSDTINTVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGGK
KRKKKVFTKPKKEKHKRKKVKLAILRYYKVGEDGQVKHTRKECNEPECGASVFFAIHYDRYHCGKCGIRRVFEEEKA*  
>Bnat_74191                                                                     
MGDQHSPGTEVRVGNLEASTDKRGLEEFFRGSGKITSVRITNAPDHAGLVTFENVNDAKNAVAALNGKEFRGNKLSISFT
KASVDVHVNYNRNSLKAGKATGIGRKVKATSGMSFARNTDATIGELKKQIVENEDIPEQIAGRIVLRPYTAKRADKALAE
DVRLGDLCNEGRTKLLLRADISGTEIKQYGMEDYKLKIKGLSGATIGQPLGPKEGGGEIGASHTDLVYMVKRKIEKMEGL
SVNSQRLVFAGKGLEDLRTLRDYSDEHLTDNTHQWFSLVFAVEAVSI*                                
>Bnat_88108                                                                     
MYQQVPDDEGGRNRAQELQENIKDPVELKIVQVGRGTRQIVASLSWTLANLKEAFFDAEVKQGKNIRIISQGKLLQDDST



LEAVGLRDGAFLHVSICERNNGMVNNPADERHAASQSQFTLDHEEQIPQWLVQARFVREGNNGDFILGFIMGFFLGVLTL
IWVWQRAVPRRQKLGIMLGFGFNLLLGFVQVANGNHQGQGGSGGAPVTNPNDQPGVGH*                     
>Bnat_86360                                                                     
MNIKVKAARGGSKYEFKVSGKMAVAELKKQVQEKSEIKSEEQRLIYKGRVLKDEQTMDDLKIKENDTILLVRGRKKAPVI
QPVPTPQSSTTSSQGNATNTSSGGGTSANGTSPASGGNTGGAASTSASGASTTPMGGIPANPFAGLGGMMGGGMNMQNMQ
QMQQQLMQNPQMMQQMMNSPFMQGILNNPEALRGIIMANPQMRQLVENNPQIGHILSDPNTLRQAMQTASNPSLMREMMR
NTDRSMANISTHPEGYNALRRFYHNVQEPMMDAATGQSSGTSGGSSSSSSGTSDTTATSSPNPNTAPLPNPWASAGSSGA
SSGGGTTQSGSGAMNPMMNMQAMMRAMNAASGTSGGTSGSSTTGTSGGGSAMANNPFASMMGAGGMGGMNPGMMNPEMLE
NMLNNPMLANMMRQVSQNPQLAHAMMQNHPLVQQNPMLRQMMSNPQMVAAMMNPDTMRMMLSMQRAFRQGGGFGAAPNAN
ATSTPTTTTGSSSSTDSSAAKDKDEAKDKEEAKEEASKQEGSTTASTSSSSDNKPDVKEQDSKDGGAATGGSSGQQQPSA
QQAANFNQMFAAMMGGAGGGGQSGTTGTTPQQGGNPFAMLQQMMANMPQGGGRGGGGAAAPQQSVRPEIVYRDQLRQLNE
MGFTNASANLNALIATGGNLEAAVDRLITGQFS*                                              
>Bnat_130126                                                                    
MITILNCTKVDKNGFTIEVPEDLTADLQCAHGRLMVGKKDRRLITGRAWKALRERFRGVPYEEGAPECPLCLDEKLHSKK
ITQERRKKRRKEQKELGGLTKLMRNGGQGFPGIIPPRSGSYFIIPHSWATMWVDYIQNSSEKPPPLNTSELLCEHKMLKY
NPVPKSLDPGGADSGKLAIVNLDEMDILREKFGFEGGPNEHPPQVTFTSSDNRWAGTAVDTVPEICQQCTKERADLEKQA
RLFYSDGEIHIVVLDRETPVPIQNDGCHASIVGSSSDGGGAASSGGGGRGTIASTFTRRKRPKRRAKSKGLVSYTVTAES
SDKLSVLRLKIMEYTDASPAQQKLFYNRKELTEEHKSLSELEIENGTTLYMKIDPNGSYEVTFAGLQDDTFHGQQESGFD
GSVLANWGAAVT*                                                                   
>Bnat_76662                                                                     
MSSFDFQKLKKFAERHVNETFGQETYRQFYGKFTNDDKSESEDYNGGRRQRGSSSNTWRGRYDQNDDRLEGKLHGEDDIM
SSDTDNEEIMNKINADIMHVKPGSGNVLPEEFGEPDPSKFPPVDKIHMRAAMQQYDGSHNTLKEHSLFLYNSAGESSMES
LPSDIEHREVRAWYRNLTWPTRQKTILCGWEDEDWQTHQLLVNLSKTEGFKALKAWQKSNTQKPKLYKGVSPTPAPLAPF
SLHAHLTESVPEMMGLLVGHVENEEELLEKFNMILETRQSFDVVEHVMEDLDLRIAYQIYMEVCRCLDGDSEDRAEYLDF
KQISLKQRRELTRAVHTIRSKCPSPINGPGDYESMLHLFQNFVLAILRVKCVAQEKALPILRVWRHYLEEGGDDDAPPDV
LAPELEGKDPVAEEQSQQGVEMRAAKRGGQEDESGYDKAPIMRWQLTGPYVGRVVRVPVLSESGLELNCSLGHVARYCPP
GSSKYRDGENKLAGLWEVEFSTGDLANTVQIMNERNVKIYTLMGKRKFFMGSGGDMFKGTDPKTLADAGRNVAVLKDDGE
FEVRQEAEVRQEFKALMEKPMKTKPKFEYKPTQPDEFLYPASYADRQGVRLRDRMFRGRGHPAIGMRVVRIRLNYPKRFM
IWHGFVLGFLPPELSNKTDENGVPQRIWRVSWPLSNFGTQFGRREEIDDEELLEDIWARIIIDTEKFRRDSEPYNPDRKY
LLWKPVAIRLADFVVRLQVQAVGGRLVPSTGEVRGFILANETIAANKSSVLKWLKSPGDPLPPPPIPDLALMKKRGDHTK
LSSRSKMKKREYFDAHGSRGETWRIDPENAHRPTERAGDEVALPYSFPVPKTEDELFYVAAEKGSDTNGKGGGGGGGGGG
GGRERLSRVALYVVEWQTGPLAEQLTLLSYEEALKANRYAEEVLNMTSSWPPPLDQWRPDTYTNTWRRYFNYSQQGYLDA
FGGYGYVPDDYQGKVPKYWFKVPDPQHYNPLVDIKKKGKRLLLDDVVDWMNDKNHHGESREVLAAWISSRSRDPKRSLGL
TPHIRIASVAVHSLAEEGAWCEALEVLKASKEEDHVDVDIQTKIQLLRTLLAHNHSALATSLGETFLGINQQGDEFSHKT
YHDGWGGGEDLGGMEEKVHGIYSLTMKGFFRDGKWEKAVSLLRTQAERNLAVRLKDFEACLDGCTKARQWRVALDILRIS
AKVLPDRPRPIFFHKVLEAMRPHGEWQRGIQIMRAIRKATFRLDASCYTPVIASAVNSKAWQAAIELTQHMKLRGIFREE
DTYVEALRACKIGGPGAKSWAVRFRDDAYVSAFDPEKTMPPDSWVEDPFEQKELQDYMYQPPRRPVRFFVRTLTGSDRDV
FLDEGDHISDIKVLVYQREAYLPQYIWFKGRRLQDHRTIAHYGISDYSLVYEDESASERENERGGEGGGNACPCRFFCED
ANNTDSDDFLKLHQGRPRPPSAPRFATRRHRQHRNRSKQGSEGHEDDDKPATSVTRSKLQPSPENTEREDTHAGEQEHQP
PALPPPTDHLSASTARGGEEGEEEEEGKEEDGQQRSASLPLTPKPNSLIEGEMVPSEEEEEEEEEGGGRNHIGKEGSSMG
IGGVNADGHPGAQWGNDRRTGRSFSHLPRAATGGRMERELRHYQSETTAYQPPPLLHQHHQQQQQQHQQQKSRLSNQNRY
PPPPVHHHPEMAGMADKSTFHRPPAPYPDSYMPHPSSSGYQVQHQHPRYTYGGEGNNNNEEGEGDGMMMMHEEDAAAGGF
AQSRSPYYDDQNQHWHAHQQQQYHQQQHHHHQQYRQHQKQHQHQHFTQRRDFEMQYPPEYRHPPPPYSSPPSFYNPRFQR
GGETQRFNYDPLPPPASQKNLLDHPPPHPDVMMIPDNIGRGRGDEDPRLVRPNNPPPHSHHAPPFQGEDHRRRSARSSAY
STDGSINDRGGAMLPSQHQQSSIRTREEEWQRSRIRSPPHRSRRPPPHAVEYGKSYDYADYDGGSRGGNGDRDNYAPSQS
QPYRYPLPPHSDEYMPPDRPMPNNMQGDFAGGQQRHYQPSQNQALAPPGLLNTGPPPLSGSIMDDFGGGGHDGDDGRAYE
*                                                                               
>Bnat_56023                                                                     
MQVFIKKLDGKKTPFSLEPSTKVEQVKDILQESTGILKEAIRLIFQGSPMRDDRTLEESKVKAGHTIHMILQLRG*    
>Bnat_77490                                                                     
MSLRLRVLNMRMDETWITIGKYDTIYRLKQLYERANEEKSVAIPVERQRMYYHRKILADERSICDYDLQDESPEPIRVRC
MLSKSPTVELKVQYGETIYELESDPKRDDGTVHGLKKMLYKKTRIPDWDQLLFDRRIRLHQPVPPSWSFGNLLPNCLYLK
MEHKGEVFILKPTSDYTKAQRLKHDDSFRLLSLLGVSEGSGLTEGAIRGVLSRLASQPRCLQDEDLAIKTLRTLAKRVSE
SKRKVFDCTAVWGFLRSQKLPANAMRGMLDAIQRSVGRPESVEGETKNQYHVFVRLASGERTKITLDPGATVADLKEAVE
EEMGVDPSAQVLFLSSPSPAPRKGKEKGDEEKQGNRHETAGAPGNSAERPENSATTKESISKTSLATQEASNNAPAPAPA
PAPAPRRLALPNDKAKLQAELRAEAGASFDLVMRKVKYLPKLQVFFATSRTWVPESTLANVHTVARLKETLSRREGLIPE
KMKLLWETRDGDMLQLDDDTALLNFARSGNFRAFHVQLK*                                        
>Bnat_87604                                                                     
MKFLVNIEDEQGPRVSLSLHAWCLIKDVKDKIQGEIGVPAYLQRLFFSNRELRNTRSLLDCNISDSAKLFLSVDRPGEKK
VSIRLYGNVPCPKPLRAKVKKSRHGLYHGLAPRLAMDGTGGTYFLRCSHRQTVAVFKPSDEEPFAPHNPRNYVGKMGQTG
FRKGILSGEGYLREVAAYLLDSKTGFSGVPRTTVAEMEADAFHFSGKGLGMSNECGTKIGSIQEFVSYDDVAGDLAAKMF
PTHEVHKIAILDIRMANTDRNEANILIQRGCGFGSSSYRGTGVRQLSLIPIDHAYSLPDTLEIAWTDWVWLEWPQAKVPF



DEKTKDFVRNLDIEADIEILRTTLGIREACLRTMRITGTVLKKGVAAGLTLRQIAGIVCRNELEIPSELEVMCTQAYKMA
KSAREQARIKSPSLPTKLLSKFLKRRKLEKRRKLENRSRLDDLQDLGLSRSISFNDFKPLKVRSNGFKISQLAEKSVTDC
QRRLDPSTHTWHLNDGNKKSCSRSDGQAVSDLFFNYLEKLIDQHVKLCAKETPAKDISDGSGSSTPQSPMIPAMTPHTPT
WFALPESTGSSGESLRTVSMEDQRSLSFRKTEVVVKPRPKTSMMSAAFQDRNTIGKTEIAKSEEIMKKRMGDSEFDTPNE
KGWEYSPRDRGNLSIIPDIPLGKSSDSDTWSRPELETEDGFPDIYDSNSGGGGGGYENKFFSSHTRITGFAPPLAKRPNP
NPMKINPAAMSIPCQPYLINKNTFKTQNPEVSLLSKSAPRKVPAWKPRWKIRQEKEQMMKIQNSKKNEESVVSGGTLQKT
EVSSLEPRRVVGGFSPHEVSTDVSAF*                                                     
>Bnat_144783                                                                    
MEIVVTDRQDQILSLKVRGGDEKVLAVKEKVRDSCNICMDQIKLKFKGVWLRDDSAALYNCGVNEGDTILLDNGPSFQVK
SSAVIDQELAGSVNPTVDLAVMYPYKKGRKAVRVWNTFDRNDIDRVVRNAREENLKEVEEGLSKWISSVLDFRVSPPLCL
RLASGNELCMLLEAVTGKPILGVHKNDEDEKLGRGTEQFDEEEERRAVVVGHIKVQTKLQVTLLGFKEASEVIMVVRQRA
EMLAMLYRVKSPL*                                                                  
>Bnat_64956                                                                     
MLRRETGIIIATLTGEKVFVDVDTSDTIDAVKQKIQAKIGLPADEQRLIFAGEQLENGRTLADYNIQKESTLHLVLRLRG
GSMQIFVKTLTGKTITLDVDSSDTINTVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGSM
QIFVRHLTGKTITLDVDSSDTINTVKQLIQDKEGIPPDQQRLIFADEQLEDGRTLADYNIQKGAIQKGA           
>Bnat_86593                                                                     
MATWVGVAPRQIRNRRIWRSSSVLALFMAFVFINYCLPNHSQNLSTGTYPQQNHLYGMKERNRPNLERIRGGMQIMIKSL
SGRSIPLNVEPGDSIESVKKKIQEKEGVPVDQQRLIFGGKQLEEAQSLLDYNIQRDSTLHLVLRLRGGKHIGRRFRIFGI
HYIYFLEAYIWTKAIFSLIDVYDEIVEPHQ*                                                 
>Bnat_52823                                                                     
MQIFVHTLQNKIHVFDVNADETIASVSAKLYDREGVSTQLVFAGRLLSPLLSIRESRIRNECTLQSVLSLSGGSGDEGEE
EDEVQALVVDNGSGMCKAGFAGDDAPRAVFPSIVGRPRHQTVMVGMGQKDCYVGDEAQSKRGICRLKYPIEHGIVTNWDD
MEKIWHHTFYNELRVAPEEHPILLTEAPLNPRANREKMIQIMFETFNTPATYVAIQAVLSLYASGRTTGIVLDSGDGVSH
TVPIYEGYALPHAIMRIDLAGRDLTHYLMKILTERGYSFTTSAEREIVRDIKEKLSYVALDFDQEMTKAQQSNAIEQSYE
LPDGQVITIGDERFRCPEVLFNPSLIGFEQFGIGQTTYESIMKCDVDIRKDLYANTVLSGGTTMFTGIADRMEKEMRAYA
PQSMKIKVVAPPERKYSVWIGGSILASLSTFQQMWISKDEYDESGPSIVHRKCF*                         
>Bnat_52846                                                                     
MSMQIFVKTLVGRTITLDVKAGDTINTVKQKIQDKEGIPPDQQRLVFAGKELQDGRALSDYGVEKENTLHLVLRLRGGSG
EMQIFVKTLVGRTITLDVKAGDTINTVKQKIQDKEGIPPDQQRLVFAGKELQDGRALSDYGVEKENTLHLVLRLRGGSGE
MQIFVKTLVGRTITLDVKAGDTINTVKQKIQDNVRTTSIMFMCIL*                                  
>Bnat_36102                                                                     
MQVYVSGIDGKSIALDVSSSQKVGEVLGMVEEKTGLMKEQAVLSYAGKNLDRPEQTLKDLNIESSSTLMLSMRLPGGHCQ
VPCGIFNDPKTVSELKEACATIRKAMVQINELSKSSTPLNFNQMTRWVMTKEEHCKNVITTISEYCLCQRVKPVGSPKSP
FKTEKDFVDALKAHHAVMVYAMKAKQGVDVAVAEKLEHAVGDWQKMYLPVKEGNKAKANL*                   
>Bnat_134394                                                                    
MKDMISKQAKTTAPSRNRGGLAAINVIVLSLDNAAKDFQVVVKLEDTVMSLKLRVWGDLGFPPSHQKIVFSARSSKENGN
LRWEDMSIPPSVQKKCFYTTILEDEKSFLECNLCDGAYVFLFLRPERNPTVIQIKYLWGPAVPITVDLKWTSVKTIKEML
AQKVGLPVQAQRLLCSGIELENEQTMGSIKVPQDKKFLLIRDTIFLAEHSTEIGREAQNGLVQDCSSETRSRHYILMEKQ
RTTFAEQITLKIRYLWGPSLQITVKRKSTTVKSIKRLIAIKLPLPVEAQILLCSGLELEDEWNMDKFVNLDDPQLLLIRN
LRFFEECAIKIQFWWRLSKERKRGKHATIIQTWWRLIRERKREKCANCIQNWWRKLQRARKEYEKLRRLIWEKKIEKELK
MSFARNDAALRIQSLYRGFRERRQHSQRVHEEKRRIAAIRIQSLYRGFRQRGKNRERKRRMAAVYIQSIYRGYRERISFS
QKIRARRRWNKFQRKIVDITVAAFSIADQVKICIKMPSRWLYKKQKVLLQKGVLVAADVIRIIWPNIIITILLATTLGFI
AQEGCRSIRATVRMVRFCFHRNVKTLSTLHNPLFNNI*                                          
>Bnat_87880                                                                     
MSMQIFVKTLTGKTITLDVDSSDTINTVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGED
EEEEDGEEDDVQALVVDNGSGMCKAGFAGDDAPRAVFPSIVGRPRHQGVMVGMGQKDAYVGDEAQSKRGILTLKYPIEHG
IVTNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNTPAMYVAIQAVLSLYASGRTTGIVLD
SGDGVSHTVPIYEGYALPHAIKRLDLAGRDLTDFMMKILTERGYSFTTSAEREIVRDIKEKLSYVALDFDEEMQKAESSS
ALEKSYELPDGQVITIGNERFRCPEVLFKPSFIGLEQDGVAQTTYDSIMKCDVDIRKDLYANTVLSGGTTMFTGIAERME
KELKGLAPQSMKIKIVAPPERKYSVWIGGSILASLSTFQQMWISKQEYDESGPSIVHRKCF*                  
>Bnat_55557                                                                     
MSMQIFVKTLTGKTITLDVDSSDTINTVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGSM
QIFVKTLTGKTITLDVDSSDTINTVKQKIQDKEGIPPDQQRHEIAGACVQGLASH*                        
>Bnat_128778                                                                    
MSSGQSSDPKVAFVADVTIPDGFEVGVGSTITKTWRLKNVRLLSILVQQSGKTSWPAGTHILAAPSNEKSGGFGAEIKKH
HLVGVPPPGSSIDITLDIKVPEKPGNYKAEFYLATAEGKQFSFTFWAKIDAKVIRKSGGSVQIFVKSLTGKKTTVDVELS
DTVECLMSKIQDAEGIPPDQQRLVFAGKELEAGRTLASYGIQKESLLHIILKLRNIGVFGTYSYQPLGRDLLTDADLFLD
HEDEKREGFKYDRDYCMNIIKATNAAPQATFVATEHRLLLSERVCAKLRRFLDEQASALKTGKTSRRSKSYEYGDNDDLK
IDVTLDELKRLIHDAEKNEKEGDHQCSGDRADAVLQRIAQAFPSEKWHKIKLRRCAAHGQHIGFHTDVSEETIQIPLNDD
TEYEGGRLVFLNTGGIHVPKRSAGSYTIHPKDIAHGVSVLKSGVRYGLYILRTTLQ*                       
>Bnat_86059                                                                     



MLTSLQKFTRHIFFLKDHDTETHMVEMRFLFPHHVYDGVKIFFDRKNLTVKTATRLIEKEIGEIDGIFAEACDQELARWL
DDPGRPASEYKDLCFELGMHHLKPHYKLHFFTHRLRRFLIVNRVYPSGIVDEMKCQQMRKRSRGSTVKRRKKQGKGRNEK
LLTQRRGQVYIKTLQGKTIVLYPLGEHETILQLKYRLWIQTGDDVLKQRFLKDGRELPNHETLAEAGLEIMKSTNDMKST
GNGDNESDAATKSVEAAATIHYVFKLRGS*                                                  
>Bnat_46610                                                                     
MSMQIFVKTLTGKTITLDVDSSDTINTVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGSM
QIFVKTLTGKTITLDVDSSDTINTVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGSMQIF
VKTLTGKTITLDVDSSDTINTVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGSMQIFVKT
LAH*                                                                            
>Bnat_68430                                                                     
MENVLGFRELWVKDLLAAWSRAHFLLLPLPLSSEKRVEEELEQSGEMATNYENLKEVKDSSAFSITIKEMSGKATDFEFD
PDAHTIGDLKKVIESKLSHPVNRQRLIFMGKELRNAKIKLKDEFKDAGNSPVVVHDRY*                     
>Bnat_133201                                                                    
MFEEPPIFVTLPAPLAPLPLPYPPLNITVVFKGETHVLEVDEDDTVETLQFQIFSLLELPPEEQSLSIAGREKEKKKWDP
EARLKTVGVMENTQITISLASQQVAICLYDILENFSFSYYGKYNYNTNFAFDNTNDYDGDDEHMAVPT*           
>Bnat_85261                                                                     
MSTRKVTVKWGKKVFEIEVGESLGEVQAQLYSLTQVPVERQKILARGRQLKKDKDLTKIKPGAKLMMMGTAEVLAVPTKE
YVFEEDLTAKQKAELTKEDVAGLNNLGNTCYMNSTVQCLRRIGELKGAINKFRDDSSASNDAHSTMVKLMGDMFNKLDVA
AEPFTPVAFVNIFRTLFPQFAQRGDSGHYMQQDADDCLMTFLQVVGSKLTSPKYSLSDNSQGKNLTQQLFGFRVRETLKL
MEGEEEEKVKELSMQKLRCHIDEKINFLVQGVEKSLDEVVEVKSSSLGRNANYKQTTRLLSLPNYLVVQFVRFFWKKSQG
KKCKMLRKVKFPLKLDVESFCESNLRKSIGARRMADKAKRDEELGLDSLKVEKKAKTESTTSKDDQAMEIDSSIQPADTT
GFYQLFGVVTHKGRDADAGHYIGWVHQKDDDWSKYDDEKVSPCKEEDIVNLCGGGDWHTAYMCYYKRIDTMPVERPKKKG
KK*                                                                             
>Bnat_51851                                                                     
MSMQVFVKTLTGKTLTLNVDTSDTVYQLKQRISDSECAIQPEQQRLSFNGIDIDDNRTLNESNIKKEATLHLSLRLRGGS
DDDDDDDDDDEGEKPAAKEGDAEGAEKKEKKASGASISIVAGYMLALIGGNEKPSAEDVTSILESVGGKPDEAHLKAFMK
ELESKKIDDIIAAGSEKLGSMPSGGGGGGGAAGAAAGEEKKEEKKEEEEDDGGIDFSDDDE*                  
>Bnat_126124                                                                    
MQAYVNDDTTGDELAEAIGLTPKSSVCLSAVFADQKLKTERVSKRYASGSIKGYIKDRAKSGSQVFHHIRAMKSSSSDLS
QVTVKTLTGKSIILDVCGVDTVSMLKQKIQDKEGIPPDQQRIIFAGKQLEDGVLLVDYGVRNKGNLVSSI*         
>Bnat_51942                                                                     
MPSAELKTAAAERRRQESIAERGSRIHNSTDQNRMKQIKQRKKENLEFWKLCRCRFSPRFCSERHLLSWTINHSDTVSAV
ALSAKQKIQDREGMYLPISSSRLAGGCVELKEGRILSEHGIEKESTLHLVLKLRGCSKK*                    
>Bnat_33962                                                                     
MKIYVQTLNSGKITLDLDSSDTHITSVKQKIQDKEGIHPDQQRLTYAGKQLENGRTLEDYNIQKESTLHLVLPPLKGSHH
EIYVKTLTGKMLTLGVESTDTITTVKQKIRDKEGIPPDLQRLIFSGKELEDHHTLAKCKVVHNSHTSTLHLVLKLSATTG
SK*                                                                             
>Bnat_67903                                                                     
MSSIRTLPTPDNNNDKSIPREPSPHASFLPNHSTWKTSWQHTSMESKLDLTVVFNKGEKVLPLQLSGDTLVSTLKRLVAA
EVHVPVSDQKVFYKGSALTDTKTIKQSGIQDKDVIEVQGVSLSQSLTSLSQIPQHIWQNPAQLQETIKGNPKLLNQLLHQ
NPTLATAVMSNNTFMLEQYFIEQRRAREAAKRKEDMEISRLQANPLDPDSQKRIQEIIREKNIRENMERAIEHNPESFGS
VIMLYIPWYSRKALGIACIDLKDNCLRIQGQNVKFLSEKDIPKNGIFQDAKGGRGVGSTTSSRSSSSGTRSVAADSKQSG
PRGKKQKVGGSSSSSSSSSSGMETEASSPPTASNSRPDDSEYGASGLMPTFMKQQHLATLISMGFSPAMALEALTVSGGN
VELAAAYLFTRVIFFAYIFESIDAAMMGQSFSSKANIFSELVLNGIVFARSQFMPAHVYAE*                  
>Bnat_88414                                                                     
MKLKIKTLSKKTLEVDCDEKITIEELKKQLSEKHGQGPAENIHLILKGKILPATRTVADLGLDAKKFIVLYKKPSRKKGV
PGGPARTTATAPASNSQSSGTSPATTTPSASTATTTPATPTPTPAPSAATTENKSTTTPTSSSNSDSKASATVSSASSDL
VLGEKYNETVVGLMQMTGKSHEHVVMALRASFNNPNRAADLLFSGASMQSLAQMAAQMGGGGSSSGGSSGASGGASEGSS
SGGGSGGGAVSPQLAQMLQGLQNSPQAGQLRQMFQQNPQAAVQFLQTIARDNPQLMQLIGQNREAFLQAIMGGGGGGGSS
TAGPTGGSGGGPPGTMTVSLTLEEKEGLDNLVNMLGYSRDQVIRAFLICDRNIEYTANYLMNNESRQGMEGVEFTDGSNA
GGGGSGETEEKKDEESKKPE*                                                           
>Bnat_91433                                                                     
MQERLPREGDELRSPLLQGGDDREGFDGEDSAKDVKKILVKVISPGNPLLQFQMSPTATVSKVKDLIESKRPNYPKARQR
LIYCGRELPHSKILSSEPNPIIDGATIHLALRPEARIESLHMNEDPDTNQNDGGHAGAGVDNEIPPALELVAQEIMFVEI
TMNRSSRWTRAIGVGFITLSSLFLLRGSAGPASWTIVLAGGLLFLLGLLGVYAGRNRSTCIAGAYYYGLWSYMIVLTSIL
TLGYVDDTDDGDQTSYIAYMLLLIMLPFFLCSPCAYCARVHYRNCLRRDSLHREFALVGLGI*                 
>Bnat_145879                                                                    
MSMQIFIKTLTGKNITLDVDPSETIDNVKEKIQEKEGVPPDQLRLIFAGKQLEDGRTLAHCNIQNESTLHGVLGIRGGTG
DDEGDVEECQPLVVDNGSDMIKAGFAGDGAPRTAFPSVFKVPRVRNTMTGKQDVYIGSVNAKRGVLINKYAIEHGIVTDW
DAMLKIWDHTFLNELKVAPEEHPVLLTEPPLNPKANREKTIKVMFETFKTPATYIAIQAALSLYASGRTTGIVLDSGKGV
SYNVPVYDGYALPSSITRLDIAGRDLTNYLVKILNERGYSFTTAATREIVRSIKEKLSYVALDFEQEMRESETSSKCEAS
YELPDGKSVTIGNERFRCPEVLFTPDLIGQEQAGVHQLTYQSIMKCDSCIRKDLYANIVLSGGSTMFTGIASRLNKELVA



MAPQTMKIKVLAPPSRKYSAWIGGSILASLSTFRETWISKDEYDESGPQIVHRKCF*                       
>Bnat_27394                                                                     
EILLKTLEGRTISLKNMLDRDTILMVKRMVEEREGIPVETQRLIFAGNQLLDFRTLSSYGVQKDTTLHLVV         
>Bnat_67952                                                                     
MSQEHRRLERIAREKWIKTSKGKGKNTSEDLLVDDKHSLIEGPLLKLSDGLAGSGVHRQFRKRWVRLVSGMKRNISDGPA
LFYFANPNEKPTVQTPIRRLLSLWNFSKVTIDQKNISKRNSSFAKKYNYVFEIDVGRGESNESFVFACGSQKERDRWVDA
IEAAIHPNSKSIRQQQIEKKHEKIEVTIKSLIGSGEMYTFHVPANSTVMDLKKEICMKSGDLNAKMSLRYAGRNLENNHE
SLDESGILGGSVIHLTAMAQGSGID*                                                      
>Bnat_86080                                                                     
MQGKTSGRQTDFLHFLDSFFRHHRWSCRGGFRANPCEEITLDVDSSDAIQTVKQKLHDKDEKFPSDQQRLIFDGKQLEDG
RTLADYKIQKESTLHLVLRLGGNSIAGETITLDVDSLDTIKTVKQKLSKVKYSYFSIDQTGLVFNKAKLEDRWSVYHLGI
SAS*                                                                            
>Bnat_92238                                                                     
MSMQIFVKTLVGRTITLDVKAGDTINTVKQKIQDKEGIPPDQQRLVFAGKELQDGRALSDYGVEKENTLHLVLRLRGGSG
EMQIFVKTLVGRTITLDVKAGDTINTVKQKIQDKEGIPPDQQRLVFAGKELQDGRALSDYGVEKENTLHLVLRLRGGSGE
MQIFVKTLVGRTITLDVKAGDTINTVKQKIQDKEGIPPDQQRLVFAGKELQDGRALSDYGVEKENTLHLVLRLRGGR*  
>Bnat_44596                                                                     
MSMQIFVKTLTGKTITLDVDSSDTINTVKQKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKVLFSGVH*       
>Bnat_53597                                                                     
MQIYVSGVDGKSITLNVSSSQKVGEVLDMVEDKTGLIKEQAVLSYAGKNLDRSEQTLKDLNIESSATLTLSMRLLGGHCQ
VPCGIFDDPKTVSELKEACATIRKAMVQINELSKSVTPLNFNQMTRWVMTKEEHCKNIITTISEYCLCQRVKPVGAPKSP
FKTDKDFVDALKAHHAVMVCAMKAKQSVDIAVAGNLEHAVGDWQKMYLPVEEGTEAKANL*                   
>Bnat_37766                                                                     
EQLEDGRTLADCNIQKESTLHLVLRLRGGFMQIFVKTLTGKTITCSLARCEGQTPLECKCGSGTCLTMPASFFHGSDSVE
TS*                                                                             
>Ehux_349903                                                                    
MQIFVKTLTGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGM*              
>Ehux_448004                                                                    
MDGGEVLVAQAETGCGHTLEVAAADSVIGLKTVLSEVTGLDVGCQILLLEGERLENDASLGEYGLPASSGARSRPVFLFN
RRSLNRSAPLPDPPGLAPAEALVPEGLPEELLSERYAQFQASYEETTALQQQLVASFDADLAALRGAPLDDAIAELEGWG
AGVSLLHCCGEERLRSWLSECQHNADHLTAKAAQFALQWSELWRELQAGIALEEEAPETHAPPSSAELRLRTTSTLLQQG
DSVLTELSRDALRVSRLVDEQTQECAALETLHERHLQVLLPQMRSLDASLRGAQEEAGATRGAMHTKVFQRLRAISALQS
QIAELRNKLHLYTSLLARVRVYCDQLLLMRGTDLRRLPITYEACLREALAAARESEVARRDAFMSEHGSLLPRNLRAFSA
LLHARPAYIEVNSREGHAGVRERGSAAAAPSGVRAGSSEALAGSEAVVVEAPAADAGHAHPPPSTSAIADAAPSPDASLE
RSPPAVCPEPAAGSIAVASVAAAAVASARALAAQQLALADDGAEGASPEARASGSGGEEGAAAEAAPEGIARSTSDEGAS
RARDEGRLPIQRSLSAQSALNRAGRRRRARADGQGAFPALASTPLAALDLSGRFYNRDVSGERDVAYAAAALDALGTPME
GLPIAAASQLQRRVTAQESVAASLRRREQLSDGGTPVTLALTVSGGGVAEDPPTAQLACRRVLSSELEELEASHEAVWQA
HCTLSSAVRLYAAAKGAAERLVSSARQAAHANARLGHVMATEREAHRAAVALAGRRLSYLSADANARLLFAAQPPRHAPA
AGVSFGALMLPALPSGLPTHWLSRESTQSLRRWCEEEEVPLAALRCVVGRVVAGDSYFVVHAEMVLPHRWVVM*      
>Ehux_45396                                                                     
QNLIFAGNTLQDDQTLEFYQIANGATLHLVLNLTGDIGEWLEPSEADRRILFDAGSALATPPSEQQYHDQYQDSVPVAAN
QHLIFAGKRLQDDQTLEFYQIANGATLHLVV                                                 
>Ehux_58904                                                                     
MQIFIKMLDGKTEVLNVESHTLIDDVKAMVQRRSGMPTISQRLIFAGRQLEDGSTIFSYGVHRHNTLHL           
>Ehux_62113                                                                     
MQIFVKTPTGKSITLRIAASDSMNFLKAQIEDKEGIPPDQQRLIFAGKQLEDGHTLSDYNIQEESTLHLVLHLRGGMMHI
TSGRLDYEDLAKVRCRLELRTIDGGTLDTIDITGATTCADVKAAATAALAKAARDKEVDDMSEADAKRLLKQMLQRGQAG
SSSAAHAPDDAPKKQRLGGPPA*                                                         
>Ehux_350745                                                                    
MSRCSTINVTTLAGRSEAVEVGPSASVGDLKRKISLLAPENQRLYFRGALLGDNAAELAECGLSDGARVNLVAAMRGGGF
SPGKGKGKGDGGKGKGGKGGGKGKGDGKGGKGKGGKGKGGKGKGKGKGKGGAKQVVVKPHRHEGVYIASGKEDVLVTRNL
AVGDSVYGEKRIAVEEGEGEEKTKIEYRVWNPFRSKLAAAILGGVDSIWMKPGSKVLYLGAASGTSVSHVSDLVGETGCV
YAVEFSHRSGRDLINVAKKRTNIIPIIEDARHPQKYRMLVGMVDCIFADVAQPDQARIVALNAALFLKNEGHSVISIKAR
SSRDTPESQPRSSRDAPEMHPPPPPPPLQLTLEPYERDHAVVVSCYRQDKSKKQKTS*                      
>Ehux_63003                                                                     
QIFVKTLTGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGHCQAS
ERTPP*                                                                          
>Ehux_433994                                                                    
MHPLLFCALPLTFAVQHVVCAFILSPPVPSRVCLCAGGEVPPQRCASTCSRRLPSDGACGRPGWNAWNQRGQAGDVEDAH



PGRDGGEANCVGSRTGWWWRRPPPTLALVCLLAACLVISLAIRAEDREAFNGHAAEALWTAFIQVQVVVQGQTHLFDVSA
QTSGLELRRLCAKRSSIPAGALGGLYHQSRLLEDDAPLASYGVRAGSTIEVKARLRGGAPGPPATSRYASPNRAEEGHFL
HTFPVDVLPTIIDPVTQVPILDSISISIRHAIAGRPAHYPGGYRAFWSHHLQQQGLRQQQAQAQAQAQATLVAEREHERH
RLALDISATERAALIRARLAARHSPEHKLPLAKDPAGTALPEDSGPPAEEHVAPPRAPPQPSIVLGANDGRMYSEELRIA
HEIARTRCRLRDAGL*                                                                
>Ehux_434266                                                                    
MQIFVKTLTGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGKKR
KKKVSPKPKKFKPKPKKVKLHVLKYYKVDGAGKITRLRKQCPSCGPGIFMASHFDRQYCGHCGLTYMFENPGAGADAGKA
DTKGKKKK*                                                                       
>Ehux_354368                                                                    
MQIFVKTLTGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMGHK
SNPWKKAHSKMRWKWKKKRTRRLQRKRRKMRQRSK*                                            
>Ehux_48421                                                                     
ITVKTLTRRVFLFEVTAAMTVYNLKEQIRDACGMPEEQQRLIFAGKLLDEQFELRKYNVWRGAELILMPQLEWHAIPP  
>Ehux_310453                                                                    
MTLDVEMSDSVAAVKHKVRDKEGTPPEQQRLIFAGKQLDDDRTVADCGIQKEDTLNLVVKQRESVNIGVERTYAGHRGGS
MQIFVRTLTGGTNMTLDVEMSDSVAAVKHKVRDKEGTPPEQQRLIFAGKQLEDDRTVADCGIQKEDTLNLVVKQRESVNI
GVERTYAGHRGGSMQIFVRTLTGGTNMTLDVEMSDSVAAVKHKVRDKEGTPPEQQRLIFAGKQLDDDRTVADCGIQKEDT
LNLVVKQRESVNIDVSASV*                                                            
>Ehux_436615                                                                    
MQIFVKTLTGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGVAMLDTKA
EFDKALADAGDKLVVVDFTASWCGPCQRIAPVFAALADEMPDVVFVKVDVDENDEVASDCGISSMPTFQFYKSGAKVHEF
SGASEEKIRDAIKSFK*                                                               
>Ehux_49382                                                                     
FQIFYRYEGRTKALDVAPSDSILLVMLKIQSKEGVPPGFQRLSYSSKPLEADRTVADYGIKKAATIHV            
>Ehux_49283                                                                     
GRTKVLDVTRSDSVLLVMLKIQSKEGVPPGFQRLSYSAKPLDADRTVADYGIEKAGTIHV                    
>Ehux_464740                                                                    
MDLLVVGANPDLGEVVSRDEDILNLLDFPPHQGSVEPASWIALYFITRADLQATHRVGAKVINFCTSACNAGSHAVVRPN
ELVDAERSAIDMPIRHYTAWMWAMHRKGFRHDQLIAISPRACGFVGGPALPHGVQFPPAAGSRAMTCLVTDPGYAGFRDE
CVALTKEQVFNSAETPRDHAVGSSDTAPAQTSATGTSQQLRLKFPTSNVCIYPANALADWQLFMDIFVTMSNGDSVKTVD
AKFLGVRYCKANTQVGLHYGKRMQEELDAVALGGEPGRLGAARTPRRRSGEAAAPSPARALEQTYIDPAVAARFDGPFLS
WYDVEHDAYEGTREPAAYLRALMDESVTFRYPHAEEAMTRLEEAVERHRPDTLLGFSQGAILITLLTAAHLAAGRPPSWS
HNVLVCGMPVRANAFAPLFSAPLDFPATVAQGRDDPFYEWCRQLAGQYASAEYLEFPDGHRFPHGQADTDALADSDSTYA
MMKCVEHGHELVALGNLHPPADDGREMDSFMYQTVGSELVPALAECLELPLFRAPITGDAVDQRLIYERTDGDEVEDLLR
LLEAARAEVEFEAVCCGAILSNYQRTRVEDVCERLGLVSLAYLWQRNQAELLAEMAEAGVEAVLVKVAALGLGASHLHRS
IRELAPLFGRLEGRFGFHVCGEGGEYETLTLDCPLFRRRLVLRGARPLVHSEDPSGMAPVVLLAADGVDICGKGEGESAP
PTGAGAPRAPWAEARRAAATEAEEERNREEEGEEAASLASLAAAGAVASAPAASAAAAAVPREWLPLRAPPADPYLSGGG
GGGGGGGGGGGGGWAHAASAGICRLVFPPSSAAAAASGPFAAEAGGTAEGRAEAEARAEAEAAVAQLRAAVAALPAALSA
AGRSLSEVLYVRLYVSDLAHYRALNVAYASLMRSTPAARACVQLPLHEAAAGARVALEVLAAAPPKRLLRVCSLSEWAPR
MIGPYCQLTAAAGVGNVAGQLGLVPTTMALVEGGALAQARLALRHSEAVLSGLGLGTRRPLSLIAYVVRESDVVQVHAAC
HAWLWRRCGGGGAPLPPLLVLRVGALPMGALVEVQLEAGEEGAGGEAVPARAAEWEEEAQSLTFRCTAVSDPLPPRREPD
SGEPELSGGGRRILLQCVAEPKGDAPADLRHLPAAVSSAMAAACARTAAAGPAAPGCGAPADASPRLAGGAFTRCFYDAD
LPLSAPALERSLLDGSGSAGAAIAVPVARVGHRGSRLALQVTVYKNALAFVERAGSLGGETASFGLSVPNEVRDLTMETL
DVSAGSASVIVSYPDSAPRVGTGGEPLHEFALGSSLGDFLASVVGADCSLTTGDEAASAISGRLLLLEKEKRAVPGTEEA
ELVWSELVVLDHGGSMVRVRFDVLRSICMLDDSLQQDLRKALGARLSARKPAAPKRHTDLTLVARAAASGSGGEAAGSFD
ELLVSYAQPAKEWLCQYRLEVPPEPLGAAMAEARLRLFATVSNIGEEDWEGVALSLVANELQLLKKESGARKSAAGTLSK
GKHKAWGQISDSGNLFVKTLTGKTITLDVEFSDSIDNIKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLH
LVLRLRGGPASGDPVSDGFESLDAVALSGLSEHVIYEVPHAVTVRAGETASVELGSHAVRGDRVLVYDPKASEVCATRCI
HLTNDTTRVLAPGTCSVSEGGRLVAQCPFTPMLPGDEQLIPWGEDSTVSVERRVDKEAAVEKVELHWLRAEQQRAAESSG
RRRRLAGCRLTHREHLTTSYTLRNNAPSGAPVTLYLDHSAAPGCGGFSVLTEGAIKKTTAFSRFKFVLAPGEQREFTVRE
TAAHSSCRTTARQLRMLLDSQLRAADSGVMAASTRALLETFIAREERAALLDKVERDSVTPQELKQWRKGALLPAEMLQQ
LEELLDHNHSREEAGRKAAAHNAHINDCFKNQDRLRENIKSLEKVASSKLTDRYLKDLDKEEDELIQARRAIASLEEKSR
SLQSAIAALQLELSAATRKLRLESLPGESEDGTETGAGTDSDAAG*                                  
>Ehux_437355                                                                    
MSATSPDDVTLAVPASPDDVALADDVTLVIRSPSASDDVDFSLRMQLRGATVAQLKQRLSAEHPEHPAPEEQRLIFAGQL
LHDDARAVDVLRQRDLKEPQVFHLMTPPRRQPSQKPPEAAAAPRLPPTAGMPSSAAVAAARASAAAPPAQAPRAPAAAAA
AGGEGADPGGGGEGEEVHSLKLALKLALFVYVLSQDGAPHRIATLSGCALLIFLAQTGRLNFVVRLLAPPPPAPPPPAPP
PPRGRVEEGPGGEGGGEGGEDFAAAPQAAGGPAEAGGDAAAARAEEEPRGALAAVSGTLLAFFTSLFPGVLPEQPNGAPF
AQPQPAGGF*                                                                      
>Ehux_214612                                                                    



MKVAFKTLKGSMFHVDAAPDMLVSRVKELVAASEHGTKDGWEAEGIKLIFQGKVLDGGRDLASYSIKENDFMHAAAIQSL
CDMGFPRDQVAAVRSADEPQAALQTYLGQMRESNPNQLALIQGNASEFAAGLLQNPEALQQLLQAPEVQQMLQSPEAQLN
DEDEEAIQRLMALGFQRAIVIQAFLACDKNENLAANFLFDQGSDLM*                                 
>Ehux_358059                                                                    
MQIFVKTLTGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGA*      
>Ehux_216306                                                                    
MEELREPLVGDVIRVRLRTTTGSIKFPVTAPVSTSIEAFKGLAAASAVGQAVGWTAERIELSHYGEPLKEGRTLSSYGIK
DGDEIMVGGVTSSGDGSGRLSYSAALQKGDAIAKEMKDDDGRPVTIRLSSSGQSDAKRKSGLSRKRSSFLNPARPSGTTG
ASVLSSVITLSSTQMGVGVLALPHAFAQSGLFGGLSLLASGAVLAALSIFLLNAAGARCGLETPTLFSLCNSLLPGSGVV
LTCALTIQMTGGVLMRLVVAADNITLTYGAVDRTIFLLAAALYFVPVTVVCLAMLLTLTTYTIFAASGYITFGGEVASNV
LNSYPPDAPAVAVTRTALAVALLGSVPLLVNPARLALVSMLELCVPRGKRRGPQISVAGTKAPPPSVFVTAPLDIAVILM
FDAMMVALALNFSDLGQIVSLSGATTGASLFFIVPAAAYLLSSKRVVDCVSIPALLSLVMIAIGATVIYLHFS*      
>Ehux_452841                                                                    
MAAAERAAPAAPAEPKPPPGLGKAVQVFAKLLSGDSFTLNCPLDARVDFVKRLVEWKATINGRDLPAGCQRLIFAGKNLE
DHHTLEGNRLAKESTLHVVDTRGFATTMEEKETFDGTDGFIVTSKLDVAPAQRWLLDNQDALSRSADPWFANQLKYFLER
DGSSPFSEVIADHWHRGLGGTQHNDPTKWPDVPEPIRDLDAQLRKKLIEPGEQPLPLLGDRETGDFVLGYAQLTLMPVNT
SKREAGVGAHSDKPAYGDVIITVGIAGQAEVVLTKEAKSTIGSSTVVPILRRRTIKAAMAYCLYGQSRWKVKHDVLVSDS
VPPLDGLVMMDQQKKAGYTVPVARVAVTLRYFRRSWCELLRKARQPSPPLAPPPPAVEAGDIVDVFSFSPGGIPENRREY
PYTYPAIVAFVDAHAQHLWVNMVSDGLVRDSENEASVLAKVPFCSATPSSPTIKLRCHKIPATRRSVHATPPVALPRPFP
DLSTGHAAHHQREPPAGLADRICQGAGAVRGASTARFRLRGAPHVWAAQGATLARQRADVLPRLQHVVRRAVQRARPGNG
GRDERAEPHSEAAEPS*                                                               
>Ehux_453377                                                                    
MLIKTLADEKYEVDVAETATVAEVKAKLEAMDIGAPADRSKIIFRGRVLADSAELSSLGIAPGDFMDPSQLGPLLQQLST
EAPALLTLVQAHQADFQQLLTMENIEAAFTEAAAARNAQSAPPVGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGTVQIQV
TAEEAAAIGRLQQLGFSRDAALQAFLACDKNEALAANLLFDSD*                                    
>Ehux_428400                                                                    
MSLARPLLLLLLQIAGEARALHAGANAAPGQLLRRPAAALLRAAPSCGAALGGASPAGLRALRLRGGSSQLFVKTLSGKT
VTVEVEESDSIADAKIQDKEGIPPKEQRLIFDGKQARQPRSALLAASCLPRRRILRERHRLSACSLDDTKTIGDYNIEEE
STIHLVLRLRGGGAVRW*                                                              
>Ehux_220672                                                                    
MDAPTALARLGSIDFTALARDAGASAALLEDYKKFLALKAATSDFDAVLLSPSPRVDEVWHAHILDTRAYTAACEAMLGA
GGFIHHDPHGGDDAAARDARLRRTIFVKDLTGKTITLEVEPSDSVDNVKAKIQDMEGVPPDQQRLVFGGAQLEDGRTLSD
YNIQRESMLHLIPRLTGC*                                                             
>Ehux_312916                                                                    
MKIFVKTLTGKTIVLDVMPSDSIDNVKAKIQDKESIPPDQQRLIFAAKQLEDGRTLIDYNIQNESTLHLILRLRGQGDLL
SNHERGETRAVEGPGHHTE*                                                            
>Ehux_417514                                                                    
MRIQLFVKFLPGKTVTLEVEPSDSIEAVKATLQDKEGIPPDQQRLIFAGRRLEDGRTLSDYNIQRESTLHLVLPRVLLLA
DAAANDPRHDPHRMQIFCRTLTGKILVLALHPNHTIAEVKEQIQGKEGIPPDQQRISFAGMQLEDDGTLVDYNVQKESTL
QLVLRLRGGMFHETSGQLDFAALAALRQRVTLRTLDGNAIHTLELTGATSVQELKEAASTALAAAARDAEVDAVDAMSEA
EAKAKLKQLLGKRAREPPLSPAPAAAGSGSSAPDAGGGAADAEARKEPRRSPRLAAAAERHA*                 
>Ehux_454555                                                                    
MNIKVKTLTGKEIEIDIETDDTISRIKERVEEKEGIPPPQQRLIFGGKQMNDDKKAGGAPKLAPPRHPTHAPAQTYTRLT
FLSEPAIRAAPAPSYPSASEYNIEGGSVLHLVLALRGGRGH*                                      
>Ehux_49873                                                                     
LRVDLNEPVVALKRLIAQREGVRVKGQRLIFFGTPLENGRTLSDYNIVATDSVDLLLRNLGG                  
>Ehux_441712                                                                    
MPGHPLLFCALPLTFAVQYVVCAFILSPPVPSRVCLCAGGEVPPQRCASTCSRRLPSDGACGRPGWNAWNQRGQAGDVED
AHPGRDGGEANCVGSRTGWWWRRPPPTLALVCLLAACLVISLAIRAEDREAFNGHAAEALWTAFIQVQVVVQGQTHLFDV
SAQTSGLELRRLCTKRSSIPAGALGGLYHQSRLLEDDAPLASYGVRAGSTIEVKARLRGGAPGPPATSRYASPNRAEEGH
FLHTFPVDVLPTIIDPVTQVPILDSISISIRHANAGRPAQAQAQAQAQATLEAEREHERNRLALDISATERAALIRARLA
ARHSPEHKLPLAKDPAGTALPEDSGPPAEEHVAPPRAPPQPNIVLGANDGRMYSEELRIAHEIARTRCRLRDAGL*    
>Ehux_72001                                                                     
MELCAVLAEPEEASAPVQIFVKTLQGQTVTLDVSLDASVAAVYQALQDKQCLPACQLRLIFSSKEMNPARLTLTLRWYGV
TRESTLHVLLRL                                                                    
>Ehux_50198                                                                     
QIFVKTLTGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLD                              
>Ehux_232395                                                                    
MPRRRASAPRPGLVGRFGLRVDLNEPVVAVKRLIAQREGVRVKAQRLIFFGTPLENGRTLSDYNIVATDSVDLLLRNLGG
ARPSEA*                                                                         
>Ehux_72725                                                                     



MELCAVLAEPEEASAPVQIFVKTLQGQTITLDVSLDASVAAVYQALQDKQCLPACQLRLIFSSKEMNPARLTLTLRWYGV
TRESTLHVLLRL                                                                    
>Ehux_468532                                                                    
MKLTVVGLGGKHELEVKAADTLAAVKAQLAPLVSLPPEELKLVAKGKAPPDATPLSALGLADGGKLMLMRSQAGAKSLQQ
RGKAAAPASATSANSRPLGAPPWLSIGCEVDYLDSGGERHSAALLAPLVSGGAEPAAMRLLAKGKEAADDATDGVARLAE
LRERVGKLTLRLRKRLLDAAEAQVQLGALEEELNAISLDLKNAAPNETSDAAAVRRERLAECARVGDELSAARKEHADAL
LGAQLGR*                                                                        
>Ehux_468791                                                                    
MWVHIRVPGPGGAWEGASYEVDKTLPVIGFKALVADCHAAVSNMDDLRLLFKGRALGDGGSLEEAGVEDGATLHCTLASR
PGGAAALPAAAQTLGPPPPSAESALLNNPLVSSMLESPEALQMLQGQMMNNPQMRSMLEANPEMAHVLNDPATLRQSLQT
ARNPQLMREQMRSTDRALSNLEAHPDGFNALRRMYSTVQQPLYESMAGGGAEGDEGSGGGSSSSSSGAPGAINTTPLPNP
FGGMNEALEAARREEEERRRRGGQ*                                                       
>Ehux_239103                                                                    
MAAVGVFTITVKSLTGRKLPIQVTSSATTIGALKFLLEQQYHDQYQDSVPVAANQHLIFAGKRLQDDQTLEFYQIANGAT
LHLAFEEGTLLDKSSCKQLVERIERHLAADDSPDALRDMKFVVAEGELAKLIGSEAVAALRSMGEAQLKALGADAAARAT
FKLRRREAIAGTQDDVIPFHRDSSLVVVNVALNDDFDGAALLFAVGDKIVRPARKIGTATAHDCRIHHAVTRLAAGVRYN
LYATYERPVPAAA*                                                                  
>Ehux_116658                                                                    
MASRPCLGLPASRTCSWLRPASRGMISPGSRHWAVSALLAYASLVPKASAQPFPPPPPPPPPSLPLSLPSLPSPLSPPSP
PSYPLAYYTVTTTPGSYPREVSWDLRCGGAVVLSSAPYTGSDFQTEYGVSLSPGVECELVMKDSYGDGWNDATWSGLGQE
GLTFASGSEERKSFVVPFAPPSPPPSPPAPPPPPSPSTPPPSPPSPPASPPPPPIHWEPTVDLPGYQWQTDCALGAMVSS
PGGSHAAECFGLWATSTGGCQCEYSNLTETLDTFQQYGRMGLKYEGPCNCGHLYYTPVARIRWRSYLTGEYTCTRAVWDP
TVETWGHWLMPLPARPVLPGFICCVRAQNDVCGLRVRLVEEFGASLLDGEVGTHIFVFFRFEPCEPPGTFGAQSPPFHAM
WVHIRVPGPGGVWEGASYEVDKTLPVIGFKALVADCHAAVSNMDDLRLLFKGRALGDGGSLEEAGVEDGATLHCTLASRP
GGAAALPAAAQTLGPPPPSAESALLNNPLVSSMLESPEALQMLQGQMMNNPQMRSMLEANPEMAHVLNDPATLRQSLQTA
RNPQLMREQMRSTDRALSNLEAHPDGFNALRRMYSTVQQPLYESMAGGGAEGDEGSGGGSSSSSSSGAPGAINTTPLPNP
FGGMNEALEAARREEEERRRPAGQ*                                                       
>Ehux_444307                                                                    
MPGHPLLFCALPLTFAVQYVVCAFILSPPVPSRVCLCAGGEVPPQRCASTCSRRLPSDGACGRPGWNAWNQRGQAGDVED
AHPGRDGGEANCVGSRTGWWWRRPPPTLALVCLLAACLVISLAIRAEDREAFNGHAAEALWTAFIQVQVVVQGQTHLFDV
SAQTSGLELRRLCAKRSSIPAGALGGLYHQSRLLEDDAPLASYGVRAGSTIEVKARLRGGAPGPPATSRYASPNRAEEGH
FLHTFPVDVLPTIIDPVTQVPILDSISISIRHANAGRPAQAQAQAQAQATLAAEREHERNRLALDISATERAALIRARLA
ARHSPEHKLPLAKDPAGTALPEDSGPPAEEHVAPPRAPPQPNIVLGANDGRMYSEELRIAHEIARTRCRLRDAGL*    
>Ehux_75067                                                                     
MLGAGGFIHHDPHGGDDAAARDARLRRTVALFRADFGAPLTGWPSGRRRQADAPPAVAPPPRRVRASGVQIFIKDLTGKT
ITLEVEPSDSVDNVKAKIQDMEGVPPDQQRLIFGGAQLEDGRTLSDYNIQRESMLHLIPRLTGC*               
>Ehux_118474                                                                    
MWRKLGGGDLEPVLASGAVALLDAQWIIRHAEAGGVLSHRQALPEEAFLSFADLVEATDEYDLAVAALSYPWLTKDHPDP
RGANLARVARALKAILSFPSFTRLGVFWDFGSLHQHPDPANGVMRTEEQNALFKQGLGCLGTLYSHPKTWVLRLTSFPDG
HKAEDQAEGTNVAEYFDRGWCFTESSWAGLTKEYDLSLDLGKMRDGKEYDYDSLRDDCRKDGGRRPPLLPSAFAAELETK
SFTNGKDDKPLVKQLYKAAFEEQFGKAIDLFSYACLGWGDAEAAQVAEVLASGAAPRLEKLSFGDNEIGDEGCKALAAAL
GKEGAAPRLDTWVLRLTSFPDGHKAEDQAEGTDVAKYFDRGWCFTESAWASLTKEYDLSLDLGLMRDGKEYDYDSLRDDC
RKDGGRRPPLLPSAFAAELETKSFTNGKDDKPLVKQLYKAAFEEQFGKATDLFYACLDWGDAEAAQLAEVLASGAAPRLE
KLSFGDNEIGDEGCKALAAALGKEGAAPRLEFLNLNGNKIGDEGCKALAAALKGGSGRDSTYAMMKCVEHGHELVALGNL
HPPADDGREMDSFMYQTVGSELVPALAECLELPLFRAPITGDAVDQRLIYERTDGDEVEDLLRLLEAARAEVEFEAVCCG
AILSNYQRTRVEDVCERLGLVSLAYLWQRNQAELLAEMAEAGVEAVLVKVAALGLGASHLHRSIRELAPLFGRLEGRFGF
HVCGEGGEYETLTLDCPLFRRRLVLRGARPLVHSEDPSGMAPVVLLAADGVDICGKGEGESAPPTGAGAPRAPWAEARRA
AATEAEEERNREEEGEEAASLASLAAAGAVASAPAASAAASAAASAAAAVPREWLPLRAPPADPYLSGGGGGGGGGGGGG
GGGWAHAASAGICRLVFPPSSAAAAASGPFAAEAGGTAEGRAEAEARAEAEAAVAQLRAAVAALPAALSAAGRSLSEVLY
VRLYVSDLAHYRALNVAYASLMRSTPAARACVQLPLHEAAAGARVALEVLAAAPPKRLLRVCSLSEWAPRMIGPYCQLTA
AAGVGNVAGQLGLVPTTMALVEGGALAQARLALRHSEAVLSGLGLGTRRPLSLIAYVVRESDVVQVHAACHAWLWRRCGG
GGAPLPPLLVLRVGALPMGALVEVQLEAGEEGAGGEAVPARAAEWEEEAQSLTFRCTAVSDPLPPRREPDSGDPELSGGG
RRILLQCVAEPKGDAPADLRHLPAAVSSAMAAACARTAAAGPAAPGCGAPADASPRLAGGAFTRCFYDADLPLSAPALER
SLLDGSGSAGAAIAVPVARVGHRGSRLALQVTVYKNALAFVERAGSLGGETASFGLSVPNEVRDLTMETLDVSAGSASVI
VSYPDSAPRVGTGGEPLHEFALGSSLGDFLASVVGADCSLTTGDEAASAISGRLLLLEKEKRAVPGTEEAELVWSELVVL
DHGGSMVRVRFDVLRSICMLDDSLQQDLRKALGARLSARKPAAPKRHTDLTLVARAAASGSGGEAAGSFDELLVSYAQPA
KEWLCQYRLEVPPEPLGAAMAEARLRLFATVSNIGEEDWEGVALSLVANELQLLKKESGARKSAAGTLSKGKHKAWGQIS
DSGNLFVKTLTGKTITLDVEFSDSIDNIKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGPA
SGDPVSDGFESLDAVALSGLSEHVIYEVPHAVTVRAGETASVELGSHAVRGDRVLVYDPKASEVCATRCIHLTNDTTRVL
APGTCSVSEGGRLVAQCPFTPMLPGDEQLIPWGEDSTVSVERRVDKEAAVEKVELHWLRAEQQRAAESSGRRRRLAGCRL
THREHLTTSYTLRNNAPSGAPVTLYLDHSAAPGCGGFSVLTEGAIKKTTAFSRFKFVLAPGEQREFTVRETAAHSSCRTT
ARQLRMLLDSQLRAADSGVMAASTRALLETFIAREECAALLDKVERDSVTPQELKQWREGALLPAEMLQQLEELLDHNHS



REEAGRKAAAHNAHINDCFKNQDRLRENIKSLEKVASSKLTDRYLKDLDKEEDELIQARRAIASLEEKSRSLQSAIAALQ
LELSAATRKLRLESLPGESEDGTETGAGTDSDAAG*                                            
>Ehux_244192                                                                    
MDGGEVLVAQAETGCGHTLEVAAADSVIGLKTVLSEVTGLDVGCQILLLEGERLENDASLGEYGLPASSGARSRPVFLFN
RRSLNRSAPLPDPPGLAPAEALVPEGLPEELLSERYAQFQASYEETTALQQQLVASFDADLAALRGAPLDDAIAELEGWG
AGVSLLHCCGEERLRSWLSECQHNADHLTAKAAQFALQWSELWRELQAGIALEEEAPETHAPPSSAELRLRTTSTLLQQG
DSVLTELSRDALRVSRLVDEQTQVAPDGSPLPAGSPLPPASRSMAGSSTAVGSFAAAGPATPAGATDGASGAPPDAGRGS
AAAAPSGVRAGSSEALAGSEAVVVEAPAADAGHAHPPPSTSAIADAAPSPDASLERSPPAVCPEPAAGSIAVASVAAAAV
ASARALAAQQLALADDGAEGASPEARASGSGGEEGAVAEAAPEGIARSTSDEGASRARDEGRLPIQRSLSAQSALNRAGR
RRRARADGQGAFPALASTPLAALDLSGRFYNRDVSGERDVAYAAAALDALGTPMEGLPIAAASQLQRRVTAQESVAASLR
RREQLSDGGTPVTLALTVSGGGVAEDPPTAQLACRRVLSSELEELEASHEAGDSYCVVHAEMVLPHRWVVM*        
>Ehux_419416                                                                    
MRIQLFVKFLPGKTVTLEVEPSDSIEAVKATLQDKEGIPPDQQRLIFAGRRLEDGRTLSDYNIQRESTLHLVLPRVLLFA
DAAANDPRHDPHRMQIFCRTLTGKILVLALHPNHTIAEVKEQIQGKEGIPPDQQRISFAGMQLEDDGTLVDYNVQKESTL
QLVLRLRGGMFHETSGQLDFAALAALRQRVTLRTLDGNAIHTLELTGATSVQELKEAASTALAAAARDAEVDAVDAMSEA
EAKAKLKQLLGKRAREPPLSPAPAAAGSGSSAPDAGGGAADAEARKEPRRSPRLAAAAERHA*                 
>Ehux_316675                                                                    
MQIFVKTPTGKSITLRIAASDSMNFLKAQIEDKEGIPPDQQRLIFAGKQLEDGHTLSDYNIQEESTLHLVLHLRGGMMHI
TSGRLDYEDLAKVRSALLPPRAAPRRRPRCRAARP*                                            
>Ehux_471129                                                                    
MLIKTLADEKYEVDVAETATVAEVKAKLQAMDIGAPADRSKIIFRGRVLADSAELSSLGIAPGDFMVLMKPKPAPAASAA
APVAAPTPPPAPAPAPEPEPAPAPPPAAPPGVDAAVVDSLVEMGFPRDAVVVALTAAFGNADRAAQYLFDPSSMPAESAP
PAAPPPEATPLAAPPAAAPPTAAPAAPAATPAFTADNILAAIGGAAPAAPPPLTPLQRMLSEPRLMQCVTLARQDPSQLG
PLLQQLSTEAPALLTLVQAHQGSGHAQGTKRGGGAPLLAKRPARKPNARAETSRRVGDRRTCSLTRTEVRRRQQRRFCGA
LSVVQHPAAAAAPNAAAAPTVHATEASRPRSLFLQGGAGCGGGVWLGRTHRLRFF*                        
>Ehux_49883                                                                     
MQIFVKTLTGKTITLEVEPSNNIENVKAKIQDKEGIPPEQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGG    
>Ehux_255465                                                                    
MEPDYNAANDLVKRVMAGLGKFEHPSTRLLADAAWLATARAGAAQARLPLQLTLQTLTGRAIQVEAHGNWSTLDLFNAIS
VQEGIPVDQLRLLHANTDRQLSLHDAHDLHGQGITNDAVLTLVLRLRGGCYRTGSSG*                      
>Ehux_374268                                                                    
MQIFVKTLTGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVEPSDSIDNVKAKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGA*              
>Ehux_257178                                                                    
MLVKIKVSSNGQTLSIDAAPADTVVALKEKIAEASSVPAAQQRLIYSGKVLQDSQSLESYHVEEGHMIHMRP*       
>Gthe_98914                                                                     
MSFSAIEPEGFYIEGLQSLSLSTPLVDYYEEDSVRFCINWGGMLEPVELPSDTTLLEVSSSIDSAAEAQFHHKFFIYKGH
LLHPGMTLTEAKLQDSSFPVPPIYIRSKGDSDGDEKIRMILCGAEFYIEDLKEELSFLPGERCPEEIRLVFAGRELQNHH
TLREYNIQKVDFRFLIRFYSHPFLEAKRFTCVGLKRDWTTSEQIRTKLHSTTMDVKVGDKLVVCFEAPEQSENHFWGQML
GGPDVQAITDADFEVFACNGNNREELRGRVFVDLRQFTVTWTPLRNFPRGSRILVTLNKGKNGAEFGNLRHSRARENIHG
VLSWDFFTEGYEPLRISAIYPRPHSRVACGTCVIAISFNFPLSPSCSAKNWVTVRGHELEDPEYDSKTNTLIYNFKEKPL
PSEICRVRLHAELVYGAHNQTLFPRQQDGLLKTSVFRWKFYTCEVSIYEEFNAMSSGLSDLIRAWREKQIRKEMERERAR
NLQAVEGSKVENESFHLFRPDAAERMDSRPREQNNNDGLGWLNPGNFLGNEIQQFGEGIGRNWLRTG*            
>Gthe_131466                                                                    
MSGEHGGAQDPSELDGRRMDIDMAYDILGFEKYDVPTRKDVTTRRVDESSCWYRERMKIHHPDKSGDAGNKVAMMLNQAR
DFLSAVLSDEPCDQLNAPRLPERYLHLVIKHLDKEIELRVSSESLVGQVKETIASEVQVPAQEQRLYSVHSGIELHDLRR
LGSYSWMLPKPMLKDILRSKPSHANLQQHEVENAFSIFTEEMYLRVRCCCHKQVLM*                       
>Gthe_100414                                                                    
MEDNNGGSRVQVRVKELASGKETLLDLGTWDTVGIMKRRLEGKGFGPAALQRLVHAGRILDEEETLLGSGVSKSPTVFLA
MKRVDYANSVTGSMPEPRGYTPANLSSFSSPYRPAETSQTSQTDEEVPTCRICHGEHNGPGDQRLFSPCLCRGSMRYVHV
ACLNRWRAVSNNPQSYYQCDSCRYKYNLRRTAFAEYCNSYKVQEVLTTVTCVCLVVLGGLLSYTTGIEHRLYRACEWTPQ
WHGTRWSSIFDFFMCGLIVVGIGGFCSVIYDAYKNDARNMQFSLVYLFALYGHLVMRIVCFVGILHSLRTVHKLVEEEMK
RALSRWGDAILEVNARPPS*                                                            
>Gthe_150244                                                                    
MTELRDMRHLDYTPVQVCDDSIKIKIKTLDDTNSWEVEGEGSWTVKQLKDHLKENKGLVNKKIRLILLGKMLEDSHTLNS
YGVKDGDFLHAAISDELPQAEVGVNIGRERNSDENELRGFDRLLQAGFNRTEIEILRIQFHSRRGHFGRPLSEAEAVELE
EEWLEQNSDGALMAYGNNRDEFGGTRRMDRVMEEVAEGTQADMMLGLVMGFIFGIIMLFWIWERGIPRRQKLGILCGIGC
NLTMGMIRLQARTHGGRADGAHSHP*                                                      
>Gthe_100678                                                                    
MAMLVLCVVSYWQVHGPSQDPPKSSSCIIDDDMEARGRGGFDAVFPEDRKWYPARVVSRSFRVSKVEFVGYEEDGEYEVR



SEDIRPSLSDIFILVSTSSADETRLRVQVEADATVEELKRHVEARLQTPSTRVRLIYQGRELTDPTCRLYSDCSIRTNST
LHLSVKHGDEDGEDGGEKFAVRARGAGGGDGGDFPALMKRPTSHQLAHKKKNQKAKSASKRGAGDWWSSLDGDDVISLDP
LCDLSYEPFFLPANAGDEPADRGRAGWVDSYNFFDGKVLSRYLVSTGNFSHPVSRRSLGRAECVRLDGYMEKNGFGEAGV
VHAFDLKDDKTDNGRNHLEALQREAESILQSLFSNAQRDYPSRRHSQPRPRRVEDSLSLAAPPPLRQDVVQSRIVDDDEE
AGIVQHQQMMQESWPELPRLQHRSKPEMVHAPADFGSTRQGEEEGEEVGAGEEEVEAFPSEPSEPWAEQDDATVVDISRI
SWPWRWTASATSAIKDVEDPGLQVLLERQMGGAARDFRFEEEISFIEHQLQQATSCGRSLVELGFQVKRVCVLQSSEVEE
KFAGSVRSLQFDVWAREGWREEACAQGPSGGRKFFWNAETRESRWTPPALPALEGLEVGGSEAEGEQEGGAGWQVCVGGF
PAVMSWRTMSSDMLKGIKKGAKKLLEEVRREDEVVAADLLDDLDQASLEKGGSQLVCTELPAALALAARRAGLEVEGVED
IDEGAELSLLLGLSVLGEEDRDWSLVADPSNDGLRAVQLRDHRWTLRRFVVTVCRLEGATIRYTMDGSDPLNDEQLETGR
VQSYDRPFILGQGTFNIRAVAMKLGMADSLESRALYIVKARCAPPCFSPNVAELCAGNKISMSTRTWEVLPDAKIHFTLE
KVEEPQGDGGQRVRARQGFFQEPLVLHEEGVWSIRAVTMHTSMLPSESSSVRIVVRAREERTGTSEEQPAGSEQRAPVAQ
QGGMGRRWSPVTLSLVVAVFAALVAFFLSRPVT*                                              
>Gthe_92298                                                                     
MQITIRTSSGAQTVDCDACDSIELIKQRLQSEKGIVCPEISYNGRILEDVCTLDDYDVSNSAVLDVFAPLRGGKQHGSLA
RAGKVRGQTPKVEKQDKKKKKTGRAKRRIQYIRRFVNAVGGQFAKKSPNCLASQQMRAGVVRTE*               
>Gthe_102943                                                                    
MSLAVQCVLLCVPLGDFRSMVSITVKCSTGAKINVNVELDKTVADLKKLLEAESGISPEQMRLIYRGHVLKDGNTLQSYS
VEDGHTIHLVQGSTSPSIPGVAPNMQSMQQQMMSDPQMMQQVMNSPMMQSLMNNPELMRSLIQNNPQMQAIIEQNPEIGH
VLNDPAILRQTMEAARSPELMREMMRTADRAMSNIENYPEGFNMLRQMYHNFQEPMANAAIAGSRATNEDTAAKPDPSNP
FAELFQPSATATGPTGATPNPWAPAPSTASTSNENNTSNAFGNSPFMGMGGGMGGLGGLGGLGAPGGFGGDMEGMLNNPM
VLEQMQQALNDPAIQQMMSDPNMMQQIMNSNPMLQQMLDANPQARAMLQDPEVLRRMSDPATFQSMIQMQQAMRGMQGGQ
QPSFNPSAFGQSNLFGGFPAPQANPPSNVPPEERFRTQLEKLRDMGFSDQQANLSALQATNGNIDAAIDRLLSGI*    
>Gthe_136161                                                                    
MEASAGDNQSSGNTHEIKVKTLNGQVYSYSVSKETLISELKEKVAESTGISADTQRIIFRGKVLKDNSSVSEYKGLLDGG
STVHVVTRAPASSDPGEQAARDEGHSASDRQQEMPGGFQGFHGIPGIPLPGGIQAGPGVIMGGITVSGDNAALNPGTIHQ
VLQQVIGDLNLQNALQGFRARQPHTIESRLNSMRVFLQHLTEFQVSVDTLASQYSIRQERGLLQDNSAQQGPGGQVQEMH
DHVTCDGCGMSPFIGPRWKCSNCPDFDLCDVCYQDFQRTGNRHVSGHTFTRMQPRLSKLSEVIGITGRSMEQFSRQLARL
EGLVRDEERLRGRERDEAEGLAYHLAPALRDLGMLLSDLSPLISNLMFGEEPASGSIDQTAREVFHPPAYQRVEQARSQA
QNELRRGEEEEWQGEQHAGHEAQRGDGSHPTPQNERREEDGSSSAGGGPRPSPLPPPPPPPSFSFRAGGFAGQGVRAADG
RNASAGQVLQFVNSLLGSVATRMNQGRSQASGSRQEGEGTAAPVPDSDASQPPASQPHHAGQQGSQLPFQQERQPQQQPQ
HSHQPQQMPAPAPFQLPPNIAVAIPQALMAAMQRAQQPPPPPPQSGTSAQGSMPSNPQAASSSSSSSAFPFTAPSFSASG
AVPQGFARVTIQQFGAPQEHFPQGGGRGQPSVEEVNNMRRMMSQTQAGHSAGGQAGISGNQADHFLSQLLGGTVDMSGVP
VPLATLLGGVEVDGGQEAERDFFAALFYSLSSSDVAALAQGDLSALERWRVPMTESVKETFYDPDGEAITHDDLQEAAHM
LLYAMMGSRSVEECFDEDVGSKLKEGRNLHSLHTTIYFQMLRAAISFLRLAPDADGIEQILTFDQPRTPADPLPFARQVV
DFFRSSLQTIVSEVSELFRTDPQDSAISALLRVFDKRVTPNLPSRQDLHCFLVACVHDAFNSLRPSRAAQLSPAQPPAQL
PAQLPGQLPAQPPAQPPAQPSAQLPAQTSAQLPSQLLAQTSAQPSLQPSAQPPAQPSLQSLAQLLAQLPAQPSGTGVSGG
ESEWTEGLEEEEEEAMREAFDRDRDAQVEEASRQLGFSDSYLKAVHPRHLHLYRQQELSNPFVPPAPQEEDDMYS*    
>Gthe_151707                                                                    
MTPPVIKIEVIKGNGLGPHGNGPLARYPIGRGQTDTFYNSKPIGKGTVSIAKLGDKNNVLDTTFQCKQLTYHVEFQKYFL
VKNLKVLLEKQVPEYKHEFQRLVLKGKVLEDDRELSEYGINASSASSITLQMYLLPDLSAINTSAIEGPRRQSDGTRVWQ
PIV                                                                             
>Gthe_106921                                                                    
MHQQETGIPLKGQKLIYKGEVLQTGSVETCGISDDDFLVVVVARSPDEVSEVKEVDKKKSSYNSEQEKAEATRAREKALA
SVRNDSNQAGNFPVQLTELIQALATFSVAGQQFQVQVDPRYEEESRDREEVRQEEEEEEEEEEEGDGEDEHDLDGENCEE
DEEEEDEEEEDEEDGEGMLFEDNESLQQLLDMGVDEPMSEDELRSLARSRREQEVNGPTNEEAVTRLREMGFSEEDVTHA
LRACDNNFEAAMAWLLGDREGGGMEEEEEDEEEDEEEQEEEEGGIDMRGSNLNPAFLDSTEMRQILSNPRVVMQLQEMLS
DPESMRNHLNNPEMLQILQAFNNHNLQYRPDDNEPA*                                           
>Gthe_137848                                                                    
MEDAEVVVMNGKERLNVPCKLSSSFGELKSKISDLTGVPASHQKLIHKGKAAGVKSGDKMMLMKSPSAAKDTAMEEKRLL
SDKRKQEAAESQKLRDEHRAGALDAPMPLDLSCSPAVANLPLRTPASQQQATTVVEDERLPGEAALLISQGKVKYKVAIG
EGSRSVEELKQRVAKLTGVDAKFHRLIYKGKELKDKASVEELGLKDGDKMLLLFAEGHHKAVDETALVEELKEDVTVLEG
DVGKLMKKCEHGLFGDDQNEISIRLGVLCQEGERLLDNIRYLERTPEGRDLRSSAEEKLKSLMQTLESLRMKHVVGAHRK
*                                                                               
>Gthe_107254                                                                    
MAATKVDEQGYKLIAKWNGKKYDLDVHKEYTVGQVRKMLQMLTCVQPKRQKIIGLGKKSNLEDDVTLESLQLKNPHSFMM
VGCADEDVMLDQSQIDAMPLVVNDLDWNYDPSEYEEMIADVENRQKLQDTIKNVDISVINQPRRDKKLLVLDLDHTLLHF
KNKRTYKRPFCFEFLKAVYPFYDIVVWSQTSWKWLEIKLIELDIFTSTDFFISFVLDHSAMFTVRSKRRKGKDGKLWEHQ
VKALEIIWQKFPEYYSARNTVHVDDLSRNFALNPNQGLKISKFEKTSADPNVEDTELQVLQSADI*              
>Gthe_40724                                                                     
VSLQLKLVNGATVAVSVPSSSTVSALKKIVAEKESIPVEKQRIIYAGKELDDASTLAESEVESGAQMFVVVRTAKGLQIH
VKTLKDRFFIINADQTTTVLDVKHRVAEQDSQWEVTRQRMIFQGKELLDSKLIVNCGLHDETPTVHLVMR          
>Gthe_71392                                                                     



MEGTLLKLPARVGTGETVDVKIFAKVQSVKKTLTLTLKQNDRVSSIKKQIKGKEGIAVKEQTVVFSGQRLDDSRTLADYN
ICNDSLVYV                                                                       
>Gthe_71346                                                                     
MGKHRLRTSPRESGAEDLVLPIFVSWNGTLQSANVRQHQLVEEIKEFLMCGEEVPAGHMHLVYNGRLVDPGMRAADLDLR
EGCVLHLVLNESPFRGRKLYVRDLGNQGVVRSVSCSQDFTIRELKEEIACLPDSPAVDQQRIAFAGRELEDDYTLREYNI
QKPSVLLLLR                                                                      
>Gthe_163393                                                                    
MQIFVKTLTGKTITLEVESSDTIDMVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAGDD
DEKRPKRDKKPVERLVAQQAPEPKKRAAKKSDAAPAAKKGKGAPKENKEKKEKKPLSGYMLFCKHMRPDVTKQNPGKAVT
EVAKILGEMWQKVSEKDKASWKEGKVPK*                                                   
>Gthe_152873                                                                    
MQIFVKTLTGKTITLEVESSDTIDMVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDMVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESSDTIDMVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGC*          
>Gthe_110003                                                                    
MPDGSEQTLQVDQGQTVEYVRAYLHENCGLPFSSSTLSFQARKLLDPMSLVDCGVSDNSNLTCTVQSAADGGDM*     
>Gthe_153121                                                                    
MWGNGQPQDIWGSNSGFQGGFASGDPGALWGGGLGGISSDQVFSRQGNNSVWGNIGADSWNMQAQSEGQGSSWNSAFKVP
TASSMNPPYAANSSDFPITSAAKVPGQAQQGDPNSTSPPKAEKPSVVQVKVKFTDDREVVVGLSPQDTGKQFRMKIKELT
GIPVAAQRLVFQGQMIELNDTLDRKKIKNGVVVNCFLREVQDGDEESLLSQAAPQHVPQYAPPMETNIGAQSSRSYED  
>Gthe_111046                                                                    
MSLFLHPSLLLLHPSLLSLTVVAASLTVVAASLTVVAASLTVVAASLTVVAASLTVVAASLTVVAASLTVVAASLTVVAA
SLTVVAASLTVVAASLTVVAASLTVVAASLTVVAASLTVVAASLTVVAASLTVVAASLTVVAASLTVVAASLTVVAASLT
VVAASLTVVAASLTVLLVAMEQAAYERLPSEIAACFTSFSTNRCHRAGLFMSGIAGTTTNVLVMKTMLRSGRSSRIFSLR
CEADDYVEDVKEKLSTYPGVAAPEELQLAFAGRVLQNHHTLREYNIQKPSMLILLPPAPPKILGILVEEMFPDSSAQNVS
QNVEIKIKFKDPSSDLVQKLVGSSGYPLLRSLLQNDFEVRRKFSAKPEAGEVTLDEASRTLTFVPLQPLRTSSHYRVSIN
SQSSLWQANMRRRVEGDVCWDFFTAGYLPLRVTAIYPRPYSRVRPRNTPIVISFNTPLFREADGGTWVTVKTNLSSESPA
GGLKAPLYDESTCSLVLEPESGTFPPNAIVRIRLRPQRICGKNGESLEPRQSDGLLKTSTFRWRFFTTHGSSEISRYEYN
NQVSAGVSAVIARHREGKLVPLYQPTRT*                                                   
>Gthe_74431                                                                     
MVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGCWMFTITILIIIFIAILMRYSYDSLALL
SLLLQLLHVRMLSGYHTVPRSLPLHPSM*                                                   
>Gthe_164518                                                                    
MQIFLKSAKTVTTLVSPHTSILHLKTFLTDISRVPSRSLRISCGGKELVDHKYLVDYGVKDGQTLEWTIRLLGGRGDIAE
LSTEFSLEDYDLEGCLEQEMVAVDECSGWFGSSESTEESPTDSAEEMIEPPEMIAGVDEGFDINKVLAAAAARDPSMESI
VLEILPNGENVPISVSKTKKGLRYDLESIEDERLRKRLAKNRLSAEKSRQRRKNQLQELEQRLAMFEEQNLMLLKKNEAL
EQENANLRNRLGDGMGL*                                                              
>Gthe_164574                                                                    
MDSIMDTASPSRLSYKESKDFMSEHVDLMVKTLDKKEFYLQVRSDIEVSELKKEVASTTSIAVESQRLMSAGCEMVDTKR
LSDYSKSPSQVIYLVVKFPGAAFAAPQQENDDELPTTAGEESVMRSSRIVLRGTVTIPVPEREMHRVVHRILHRGNGTPN
LQEIMSSISYIPRTRRHGGSSELQSARRNVHAGSSLHRRQRRRRIQHPSAAGIPLSFNPSRINQFIDLPPRSSHDYGAMA
DSDWSEYFDLELQPSMLSDVYESYDDPIDDRLDDYTRQSTYMVDQESELGLDDLINDDNGLALSENSVSERSHLRNSGED
LQSFSRDLNALGDRLAAQSLSGSRATMLDTSAHDGSGSGEGGATDIWSEGRMSRKRKHSEICGETRDDLLTTRGEERKAG
MECERQDGRRGVQLGTKVNGEVQESDFRGQGPLADSGRGPDDVAGSREELGDEQQLVAGAEL*                 
>Gthe_96365                                                                     
MTRGQLLSKRDEFWDTAPAFNGKPEIWQALRAAAECEDTETAQAIMAAVNVTLPHGNLSVVYDELGNKYDIPPYCLSEPT
NMVKDESSESLPAVNETAEKTSEESQELAEMSIRLRLSTGAELEWSGLSNVTIGELKTFVEAKENLAPARQRCFFGGQLL
TDAHTLQKAKIPSESVVQIMVRPDDV*                                                     
>Gthe_113913                                                                    
MYVRIKRQRRTIFLSCEPSDTFSKLKAKVASISSTEPDKVRLLTIVDQINCEDAKTLRDLKIEDGAILALVLPDSSKDGG
WESIDIVEPTPDVLQESDSLAETK*                                                       
>Gthe_115205                                                                    
MLVYIKWRENLEPLYCHETDDVKDVRRRVMTMSNVPVEHKLLVHHGLLLRDGMTLSQCGVMEDSTLFLVLNENPFKGREL
FVKTTMGVKHTLFVRDDFKIEDLKDDVFAFPDEPPPENQVLLFVGKQLENDRTLREYNIQKESCLRVINSAFARNDIRTF
IRFTSPSSNAINVSTDSIIIIQMTSIDEDETHYWGQLLGSPDLSSLLPQQVQLREKNSFALVPCSLKVDSWTRTVQLEPK
RALASCSHYQVVFNRRMAEGVEGMRHLKCDKEVEGVARWSFFTEGYQPLRVLSLYPPPFSTVTSDGCRIAITFSDKLHPE
CVERGARDWVRVRTREGISLLDPFYDDATNTLVYDIGKGIGEEEVVRVKLLGSLILGAAGQSMLPMKNDGITKTSPFTWQ
FYVSKVTRD*                                                                      
>Gthe_154731                                                                    
MIEVVCNDRLGKKIRVKCNPDDTIGDLKKLIAAQTGTRAEKIRLQKWYNIFKDHITLEDYEIKDGMGLELYYN*      
>Gthe_89401                                                                     
MPSVYVRTLSSVAEASKTGSVKDLKNFLEETQGIPADEQRISYCGHIFEDDELLEELEDKITLDMTLDLEGGGKKRKKKT



YTKPKKIKAKHKKVKLAVLKYYRVDQSGKVERLRNECTKQCGAGTFMSNHFNRHYCGKCHFTLMLVNPGRDPALDKKKDA
PKEDAAAAAAAAAPAKGKKKK*                                                          
>Gthe_115658                                                                    
MADNLMTEKKGMEWSKLRLRGGGDATDDELMQEEARAAGDDDEEFVEVVIQNLCFGRNEELHMTLDLQAPISEIKKEIYM
KYPSWVCPADQMELIWRGRELSGVNHETLQQHGLKCEEGETQIRIILRQKFLAADAMADQRMRKAASDFPSMMMPGAQDS
KVIMELLKSNPQLQAMWNSNPQIRQMLSNPENLRQILPQLANAGLIPDQEDMMNMLGQDEDMNSMMQPDFGYEDEEQKRS
KIASQEEIMELAKMDAAELKEKLSFRSESFKRAVMEARENLFEATEGWDRKTFRESLRTNATLARQYAQLYTERGSLEEV
RKALISNRTLALQYVHLSTLLNCKRNVSAAVQPRLEQGGSTRSSAEAHRGLPLEQRGLSPAGLVAGDGNAKGITFGSLQA
ALEQANQELKRPAATSGSKRSLDEISAQTAEEGKNSKRAGEEDEGLKVDFGEQRFQINELARKEESLLRMLRGARRIVKV
LKETGEVLAARRRVRECFMLLRGLSEAACLRELRRLSDLVSSFEPLEASDRAVLSEIGSFLQSRPIADDADEVEEVEGEQ
GPNDMMEEEEEQRKRERNWAECRTWLEIMIFNHEFSKQIRTLHQEDGSDCPQLLINYARMNGTEMRRQLEEDDLPYEEME
QAYKEEMEEEEGGDGEEEAAAVDPREKYSSQLLQLIEMGFEDEEANLLALIDTGGSVENAITKLVS*             
>Gthe_158548                                                                    
MQIKVKTLTGKEIEFDIEPTDTVKRIKERVEEKEGIPPPQQRLIFGGKQMHDDKTASDYNLEGGSTLHLVLALRGGM*  
>Gthe_165362                                                                    
MATVDVKVKWGKEKFDVQIMLDEPAEVFKAQLFALTGVPPDRQKITAGTKKINDDTDLKSLNLKDKQMLMLFGTADEILQ
APTEKPIFVEDLAPSDMAGLMAAGVPFGLENLGNTCYMNSCLQVVNNVNELVESLSNSPAESTQHSDPYNGLVVASKNLF
KRMQSATEPIAPGNLLMQLRLNFPQFDERGEGGMHMQQDAEECLSQLLQVYTQKIKTAEGKSFIEDLFGVELDVEVKCAE
GDEPAVTEKEKQLKISCHIQGPTPQPDGSSKGGTDFVTQSISLGLESSLEKNSPSLGRTALYKKTSKISRVCLSLPKYLL
LHFVRFQWRQDTGKKAKILRAVKFPFLLDMRDFCTDEYKSRIDKWRNKEREANDERQAALRRRTETGTAKDESESKEGAK
GEEKKEETMEVEGQEEIEETEDLWSTYELTGVITHKGRTADGGHYVAWIKKDSGKWFLFDDAKVSEIEADEVKKLYGGGD
WHMAYMCLYKRVRRPLDVTKYE*                                                         
>Gthe_97120                                                                     
MQIFVKTLTGKTITLEVESSDTIDMVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGHCQV
PCGIFDDPKLVAEVKEACATIRKAMVQINELYGNMNPQNFNQMTRWVNTKEEHCGKIINLMSDYCLCQRVKPVGAPGSPF
TEEKDFIDALKAHHSVMVCAMKCKQTIDVAECDKLDHAVGDMSKMYLPK*                              
>Gthe_97141                                                                     
MQIFVKTLTGKTITLEVESSDTIDMVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAEGR
EKRQTKPVEKFTISSSAPKPRAKKTATKKTKSTIKKAPKAKAAKGSKSDKPKKPLTGYMLFSKHMRASVTKQHPNHSITE
VAKELGAMWKALPAAKQEQWKAGKVPK*                                                    
>Gthe_155024                                                                    
MAAAVRALLMAVAGACIVLSSADSMAPLSSSPSMSPSPRQLLVQSMSGKTHAVLVEDAERLSDVKERIMRKEGVSNGFSR
LEFGGQVLDEDRLVKDYNIPQDATVRMCLRVRGGMQVFVKTLTGKTITLEVESSDTIENVKSKIQDKEGIPPDQQRLIFA
GKQLEDGRTLADYNIQKESTLHLVL                                                       
>Gthe_97360                                                                     
MVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDMVKS
KIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKCNHEGCTSKVAPIIGDCKYCQHKFCGSHR
LPETHCCAAMDTCKAAAFEKNAAKLENEKCVAPKLVKCC*                                        
>Gthe_47044                                                                     
MKLYVQTITGKTFAVDLDGSDTIETLREKVAEQSNIATAQQKLMYQGIVLADGRTLKDYYIQPSSTILTGDDNMIGAMQG
GDTLTFYVKTSKGDKIKFKLPSSTTVYDLKEKLAKSIDIPSIEQSLSYNGAPLANENTLAYYQILPESVVKM        
>Gthe_120629                                                                    
MERGLAAEDTQNGNQEGRGSNSRNRGSRQEQRSFGDTLRKEQKQGPGNPGKKGGGRTGMNGKERADMLKLAVKIVSEDRS
VSVEVPSSASAVDLKRKVGQQLQHAIGEEEAERSLRLIFSGKELDGERALKEFNLASGSVVHVVIVRSQLGVSSPPVSDG
PPPVQGVAEEEGAGEGKEEGRKEEERKEEERREEPCTTSRIPCDALCYAEKKWRRGFRTKKTEKGYMVQFSEGEDGEVQD
TQGKHIRLRAYWWRNLKDEEDVISLEPLKKLKYEPFELPSSSEKIYWFDGRVLANYLVSSANFVHPVSRRPLERKEVVEL
DAYLERNKCGKACVTHVYDQKDSSSENAQNHLRGRAEEAG*                                       
>Gthe_156153                                                                    
MQIFVKTLTGKTITLEVESSDTIDMVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESSDTIDMVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGN*      
>Gthe_82225                                                                     
MQIFVKTLTGKTITLEVESSDTIDMVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGIIEP
SLLVLARKYRTDKKICRR*                                                             
>Gthe_156445                                                                    
MQIFVKTLTGKTITLEVESSDTIDMVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLADYNIQKESTLHLVLRLRGGAKKT
VCDHDGCNERAAMIIGDCKYCKHKFCGSHRLPETHSCAALSTCRTQAFERNAAKLESEKCVATKV*              
>Gthe_166946                                                                    
MKVIVKTMAGLQTEMEFEPTNTLADLKTKIEGQMSSLGGPVNKIIHMGRVLEDGKPISEYGVADGNTFVIMVSKKKPAQE
PQPSSEPAPSAAPKPSTPATEAPPAAPAVQPSQPAPPSTPAQSAPSTAPASTTSYDASASALLTGESLEATVMQIMEMGF
EREQVMKALRAAFNNPDRAVEYLMTGIPEGADTAAPPQGGGQGGGQGAGGSGSGGGVSIDPEVLSSLQSQMQQHSESGGT
GGPLDFLRSDPQFAMLRGIIQARPQFLQPLLEQIGQQHPEVLRAIQENQDEFVRLINEPVDQTQFSQAMQALEGRGEDEE
GAVQIQLTQEEGEALARLEALGFNRQLALEAYLACDKNEEMAANYLFENGMDEGGDGP*                     



>Ngru_XP_002683635                                                              
MQITVKTLNNRVLSLDVESNDTIESVKNQIFNKDGVPISEQRLIFAGKEMENDKTLLDYNIQKDSTLHFLFKLRG     
>Ngru_XP_002682836                                                              
MQIFVKTCTGKIIPVDCEANDTIKNLQNKIFQKEGTVPGFQVYIFGGKQLRDEEKSLVEYNVKKDDTLFLVLRLREKKDD
EEVESKESNDED                                                                    
>Ngru_XP_002682349                                                              
MQITFKTVLKRQFTLEANPTDTIKVLKQSVEDATEYSSNGMKLIYGGKELADEQSIESANIQSNVAVIVVAKKKQLAAQV
KKKEEETTPQPTTTEQPSSESTPATTTTTTPSTTTPVTTTTTTPSTTPTTATTTTTTTEQQNIPGGPGSPEYDETVQQFL
EMGYDRNDIDECMKASFYDRATAAEFLISGIPENVKQMMQENGGNLPTPPQGGSLASALAGNQQGFSLRDLFTLSPQLNN
LRNAIRQNPTLLREFLTHVSQVSPELYQIIQSNPREFLEIINETGPVTGTTGTQPQTTPTTTTGGEHPPSGEELQQQAPP
GTIFISQDDERKINELVGLGFTKNEAIQAYLACDKNQEMAANLLFENRDRGFEDDSDDEQGMHDE               
>Ngru_XP_002681905                                                              
MKVNIRCSNGDTFAVNDVDLNQTVAEFKQVVADQSQIPASDQRLIYRGKVLKDQATLKSYGVEDGLTVHLVRGTPKPATA
TPSTTTTSTTATTTPTTTTTTTPTPTTTTPTTNTTTSTPTSTPSNNTTNQQQQQNPFNMFGGMGGMGNMFGNMGSGGMPN
MDPNTMQQMMNNPMVQSLMNNPDFIREIMGTNPQIQEIMRNNPEVGRMLQDPEMIRRAMEMSRNPELMREMMRNTDLALS
NIENLPGGFDALRRMYSDVQEPLHEATSEMLRQPNQPNTTPNQPTNNVPSGQPFNMWGNNPPPTTGTTTTNTNTTSNNNT
TTGTNQNTNPFSMFGNMGGMGGMGGMGGMPNINPQQAQQMMNNPFMQQMMQQMLSDPNTLDQLIGSNPMLQQMSQQNPML
RTMLGNPQFIQQVMQLQGLLNQNQPPNTTTNTGTTPTGTPNPFENLQQMMQGMNLGGNTGGQNPFAMFGNPFMAPQQQTN
QQPPRERFATQLTQLQEMGFFDEQSNIEALLVANGNVNAAIEYLLSNPPPSRN                           
>Ngru_XP_002681258                                                              
MQLFVKTLTGRTITLEVESNDSIENVKRKVQDKEGISPDQQRLIFAGKQLEDGRTINDYNIQKDSTLHLVLRLRGGMQLF
VKTLTGKTITIEMESNDTVENMKQKIFDKEGIPSDQQRLIYAGKQLEDGRTIGDYNLQKDSTVHLVLRLRGG        
>Ngru_XP_002681115                                                              
MMNNCSPSEDSILCVERMNHSCYNNHHHHHHHLQHLTSTLVSPSSCPKYTHPSPNTQVFIKTLSGKTMTLLVDLKKDTIL
SVKEKIYQKTCIPALKQRLIHRQLQLEDHKKLSDYPTIDKDSTFHLVLRLVAGVNTKSGKSRSKKTIPIKTEDGADAISN
QITSDNSSTSLTPTTAVVVADLTIPKPDDGTIDASIINTSSTNELVTTSSSSNNNNSTTTPATTRKSRSKSNASTKKSSK
KSTSSSSTTEIKVKEEPMEKDNNTIVLASSDLNSIHSSPSENSTSPSSSTIPSSNSNALEAYSDESETDEDDSDSEGGGK
GKRSGKNKKRGSYTKRACINCRTAHAACDSGRPCKRCIQLGKADSCRDAERKRTKKRTLNEYENAPVFFPSLDSFIPLLS
GLQPAPPLETVQKSDDTSNMSTNSETSEKKIKDEFTPKSTARIKKEKESKRKSKNQSSSTEQKVERMDIMEISQPEKPLN
SELAAIFAPDTAHSTFLDMESSPTTEQDVQMFFNDEDISLDKRGGDNLSEAFNTGVVLSPESNNSQIEEVLPSTALALVP
NNPDNQQLISILQSYNGTLPFDLTEAISQSNNNEIVKMLLYEYLRQSQELRELKQLVASLQFTLINLNPPQFSPNSSTPL
NDISNNTM                                                                        
>Ngru_XP_002681079                                                              
MQLFVKTLTGKTITLEVESNDSIENVKSKIQDKEGIPPEQQRLIYAGKQLEDGRTINDYNIQKDSTLHLVLRLRGGMQLF
VKTLTGKTITIEMESNDTVENMKQKIFDKEGIPSDQQRLIYAGKQLEDGRTISDYNLQKDSTVHLVLRLRGGC       
>Ngru_XP_002681070                                                              
MQLFVKTLTGKTITLEVESNDSIENVKRKVQDKEGIPPEQQRLIYAGKQLEDGRTINDYNIQKDSTLHLVLRLRGGMQLF
VKTLTGNTITIEMESNDTVENMKQKIFDKEGIPSDQQRLIYAGKQLEDGRTISDYNLQKDSTVHLVLRLRGGC       
>Ngru_XP_002680339                                                              
MQLFVKTLTGRTITLEVESNDSIENVKRKAHDKEGILPDQQRLIFAGKQLEDGRTINDYNIQKDSTLHLVWRLIGGMQLF
VKTLTGKTITIEMESNATVENMKQKIFDKEGIPSDQQRLIYAGKQLEDGRTIGDYNLQKDSTVHLVLRLRGG        
>Ngru_XP_002680313                                                              
MQIFVKTLTGKTITLEVESNDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTITLEVESNDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTITLEVESNDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
ITLEVESNDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN               
>Ngru_XP_002680257                                                              
FLKTLTGTVCELELSSRDTVHDVKMVFEGYSGVYADNQRMIFAGKRLADDRCLYEYGCTNSDSTIHVVLRL         
>Ngru_XP_002680104                                                              
MPSHHFDDECHHGITSTCNGVGQRGSRTKASSNFLGKRSLQKNDDLETGMEEYDEMMYDQSYEDQSCSSSDDDTDLYSSK
PSKKLKQVHAVCISIGSSNQSSSSSSSVTCSFPFYTCHNNTGSNNFISNTPLFNPSIITSPMNAIQPSTSSNSPPFVNIR
TLTGQSMRVYNFNNLTLHHLKTAVRDMLQIPYEKQRFVYKGKIINDDNMECNLSQFGFQSSDSLFVVLDFFHNRKVMDST
PRYNDTVILPDYYYHGDSQNITIIPNQEIDAIDESED                                           
>Ngru_XP_002679429                                                              
MMGNSEVTLTFKTITKKQFQLQLMSNDTVHTVRTRVAEHLQYQLETVKLVYQGKELTDDTSVISDLNINPSLAIVVVGKK
LPATNNPTSNATNVSENVQQPTQQSNKQPTLTKQQVALSKIEQIQQKAETLEKEAQALKDKKEELGEKKYDYERKKVDEY
LTRCLLELDNVDVDGEEELRMKRKNAIRFIQCVQNFIESSL                                       
>Ngru_XP_002679408                                                              
MQLFVKTLIGRTITLEVESNDSIENVKRKVQEKEGISPDQQRLIFAGKQVKTLTGKTITIEMESSDTVENMKQKIFDKEG
IPSDQQRLIYAGKQLEDGRTINDYNLQKDSTVHLVLRLRGGNPWAAFSY                               
>Ngru_XP_002678908                                                              
MQLFVKTLTGKTITLEVESNDSIENVKRKVQDKEGIPPEQQRLIYAGKQLEDGRTINDYNIQKDSTLHLVLRLRGGMQLF



VKTLTGKTITIEMESNDTIQNMKQKIFDKEGIPSDQQRLIYAGKQLEDGRQLSDYNLQKDSTVHLVLRLRGG        
>Ngru_XP_002678392                                                              
MQLFVKTLTGRTITLEVESNDSIENVKQKVQDKEGISPDQQRLIFAGKQLEDGRTINDYNIQKDSTLHLVLRLRGGMQLF
VKTLTGKTITIEMESNDTVENMKQKIFDKEGIPSDQQRLIYAGKQLEDGRTIGDYNLQKDSTVHLVLRLRGG        
>Ngru_XP_002677982                                                              
MQLFVKTLTGRTITLEVESNDSIENVKRKVQDKEGISPDQQRLRGGMQLFVKTLTGKTITIEMESNDTIFDKEGIPSDQQ
RLIYAGKQLEDGRTIGDYNLQKDATVHLVLRLRGG                                             
>Ngru_XP_002677824                                                              
GGSFSLRFSPVTLIDQVKRKVSQYQGTSYSSIKLVFSGKVLDEGRTLADYNIENGSSVNV                    
>Ngru_XP_002677504                                                              
LFFKTLDGFGFSEQYHYLYFIKDMKPLLEKRMGVSWEKIRFIFAGKEIENERRFADYCVCKDSTVHVIKR          
>Ngru_XP_002676616                                                              
MISNNNNSIVNVSFNILSKKTKCTLDLDENTSIQTIKKELEQDFGIPPSRTKIICSGKVLTNDITLRSLKRRKLQFMVMG
EKPSSEFVSMTVEDCISTSLAFLTLEEIQTCRLVSKSWNQMCLKGSIKNRDRYTFLKDGKSCFDILQSKVIYTLPNTIAS
LKEMTSIHSPYIHERFEIFNKSGSEQKRVYTGTDYVFIFDPNRGKDTFQVVDVPTGQTVLSLSEDAFNQIKPLEVKLQQD
KAFSTFKRELLTLKDKERRERLRQTFNDTMKNQQVAINSAEWQQRMIELQNEANDTRKFEESYEFQSVVERERKEFFKDN
LLFVFYDHLTRKIVLEFPNYIALLDMKGVCRHFVTLRVKLPKEELEEATSSLLPIDKFYIVKTKKHNVHILDRMTLREVG
LLKDVANVDRLISSIVTDDNQIYLLTGSESHFSLLSMTGTTVGDSFSGNLHVTPNNLFASGSVFDIDQLKNIFSGFDKDR
NNLASGEPLVIFEDEEKSLGGFVYLSPYQANEKKATFGNLPYKKGCSCLKSVAVNVEHERHFRNREKVVEQVLTPSIVWS
VPLEIPAKTSCKSYYLYGSNIYFACVHKPLKERQQQQEEVVDIEDESEETMEEPANEDEMADDVETEDLFGDTYLSVYCV
DIKSGTLVWTFRKQLSERPNAVNIYPRSNSMFVETGEQEKTLYVISLLNGVLTFKTTLSDKSNDEVLKLILS        
>Ngru_XP_002676015                                                              
MPHQLFIKTLTGKLITIAVDMNDTVENVKLQIQDREGIYWDQQRLIYAGKDMEHGTTMGQYCFYKEICIHLVLRLRGG  
>Ngru_XP_002676006                                                              
MQLFVKTLTGKTITLEVESNDSIENVKSKIQEKEGISPDQQRLIFGGKQLEDGRTINDYNIQKDSTLHLVLRLRGGMQLF
VKTLTGKTITIEMEANDTIENMKQKIFDKEGIPSDQQRLIYAGKQLEDGRTISDYNLQKDSTVHLVLRLRGGG       
>Ngru_XP_002675874                                                              
MDKCPEDGFLLPEQTKDFISRSLRGQQVEVNDQEINVIETPQVDEPITVQILTLGGSVCQVKTNKKHSIITLKEEIEKYM
DIPVGKQSLFFRNTELENYNNGMSRRVGDFGIQDNDKIYLSILMKEIDVGDNINAVKVRLQWNWVNSRDFLDGIVYVLDG
NNNITARLDYDNNVSPLCGESIFHKGDDIDNDRKLGCQIIGMNLENIPMSVQTIVFTLSSYRASSLSSFKNPRVHIEEET
RGQPLAGCDTDAIKSQAIIVCAFRRSQQGWRIIQINRESSGNAQNDSALITSIIDVVRNL                    
>Ngru_XP_002675850                                                              
MSTTITLKWNKSTFDNVEIGDLKTGLDFKKKCQELTGVHPDRQKIMGLGAGILKDNQELSAVKVKAGQLVRMMGSADELP
EPPKEKTVFIEDTAKENGDGEVQYYPAGLENLGNTCYMNSALESFRYVPELREAIEHFDGSSVSELLEKDKEIASELKSL
YKRLDTANDSISPITFLEAFRKAYPQFAEKERTELGEFYSQQDSDEFITNLLGSLENMLKTSDRNVVNLITCYLYCFYRL
QCTECEEAPTVTKEAWKKLSCFISQQVSNLPYGLQKSLDGTLEKESPTLGKTAVYTKTQRISKLPNYLVVNFVRFFWKQK
QQVKAKVLRDVAFPSVLDTFELCTDEYKNKLKETREKMRLDREEEMKKKKEEQLNNLGQQAKKQKTEETDKTPLYQVNDS
GWFELCAVVTHKGRAANEGHYVAWVKNDAGQWLQFNDDDVTAVTEEEVKKLSGGGDWHTAYLCLYRKARKLNL       
>Ngru_XP_002675499                                                              
MMQIFIKTLTGKTITLQVESINQTIENIKSKVQDKEGILTDYKLFFAGQPVHDGMLTDYNIQNDSTLHLVSGLRGGVQIL
VKTLTGKILTLEVESNDTIGNVKLKIQDKENIPPDQQRIIFAGKELQDGITLLDSNVIQKDSNLHLIVKAKGG       
>Ngru_XP_002675498                                                              
MAAQQQFSYGVWSLIFSMLEPFDKRSNEENLIMENIKSWTCCRSRSRSIHDGLKYGITRLDLSGCVSLPRKKMVARAINQ
IVNANSVTSNGVMIKTYERCSWNDEALINSSDLLRMELERQDKICELLVKYLIENFACLTELNLNGLHRLRQDQLESISF
NELKSLSISHCRNVKQLNLDKFGKLERISIHVSQIELRINLLEQIANKENENSERIPELVVDDEGGYEVIIRNWLSQATI
PIHIYIDYSYRTIDLERVCERSRDVSMIKLIFAGKALENERYLVDYSITKGTTLHYVKP                     
>Ngru_XP_002674991                                                              
MQLFVKTLTGKTITLEVESNDSIENVKRKVQDKEGVPPEQQRLIYAGKQLEDGRTFNDYNIQKDSTLHLVLRLRGGMQLF
VKTLTGKTITIETESNDTIENMKQKIFDKEGIPSDQQRLIYAGKQLEDGRTISDYNLQKDSTVHLVLRLRGGY       
>Ngru_XP_002674256                                                              
MQLFVKTLTGRTITLEVESNDSIENVKRKVQDKEGISPDQQRLIFAGKQLEDGRTINDYNIQKDSTLHLVLRLRGGMQLF
VKTLTGKTITIEMESIDTVENMKQKIFDKEGIPSDQQRLIYAGKQLEDGRTISDYNLQKDSTVHLVLRLRGG        
>Ngru_XP_002673775                                                              
MTDHIKVRTVLDGIVKVPKSTTLQTITDLKKGIYNLRGWEASTQHLYQNGTELKDDQTLSDSLLSKGFVLLIPINHQQRR
YKSKIEIESEAQQSTASSGSNLLPTTPTSSGSTGSVSDQLAQIMHEFTSTHPSGNTTTTTTATRPPTQPVQNTTQPRTTA
PPTTTQPPRPTQPSISDIQRQLLIDNFPVDDGLVGMVMELGFSKRIAKKALILHNLDPEAAVEWIFSNVDNPYILESEFS
VEELMQLAQKYQNAMRDE                                                              
>Ngru_XP_002673186                                                              
MQLFVKTLTGITITLEVESNDSIENVKRKVQDKEGISPDQQRLIFAGKQLEDGRTINDYNIQKDSTLHLVLRLRGGMQLF
VKTLTGKTITIEMESNDTVENMKQKIFDKEGIPSDQQRLIYAGKQLEDGRTIGDYNLQKDSTVHLVLRLRGG        
>Ngru_XP_002672671                                                              
MQLFIKTLSGHSFPIDVECTDSIEKIKELVNEKQGIPPPSQRLILNGKKLEDGKTIQDYEMKQDSTIYLALSWRDTITLE



VESNDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESN
DTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESNDTIE
NVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN                           
>Ngru_XP_002672598                                                              
MQIFVKTLTGKTITLEVESNDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGGMQI
FVKTLTGKTITLEVESNDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN      
>Ngru_XP_002672394                                                              
MQIFVKTLTGKTITLEVESNDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGKKKK
RKKKNFKSPKKAAHKHKNVPLLPIEKKYYEVTNDGKVVCNRRTCPKCGPGVLMAAHEDRQYCGKCHLVFLIQKK      
>Ngru_XP_002671620                                                              
MLVQEHNIPITVNEEHSLRLFDSSLEISFHRTLRIPNDGKTYPLPCSLGRFPIKRVEDYSKTVPAHWLEHGGVFIPLYQS
EAMWIQFSYSNSFHNMPFCQSDVTNNDFPLAVQMGVGMINALTGDEWDESDFGKNKKQNYMVLPNQLWIDGIACDETTVK
QFVAMPLGSGKTVEEQLTGNADYGGIQFRIYQARKDALSHLPLERQVRTVGGGSMKVLVKTLTGKTIVVYTDSNDQIEDV
KYAVQMADGTPPDQQRLIFAGKQLEDGRTLKDYNITNGGVLHLVLRLRGGGPVTEDESDGMEMGLGVGGRIEQKIYKDPF
GLSFWDLTAAGKCFVHIVNSEMWKKITGEECPPTPISKKTYKENNYPWFSLYDEGIASCQVSDKLSNLTSVDEKKVSSGN
FFAKKKK                                                                         
>Ngru_XP_002670147                                                              
MQLFVKTLTGRTITLEVESNDSIENVKRKVQDKEGISPDQQRLIFAGKQLEDGRTINDYNIQKDSTLHLVLRLRGGMQLF
VKTLTGKTITIEMESNDTVENMKQKIFDKEGIPSDQQRLIYAGKQLEDGRTINDYNLQKDSTVHLVLRLRGG        
>Ngru_XP_002669760                                                              
MQIFVKTLTGKTITLEVESNDTIENVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKESTLHLTLTGKTITLEV
ESNDTIENVKYPSRSTKIDLSLVSNWKMESTLHLVLRLRGGMQIFVKTLTGKTITLEVESNDTIENVKSKIQDKEGIPPD
QQRLIFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESNDTIENVKSKIQDKEGIPPDQQRL
IFAGKQLEDGRTLSDYNIQKESTLHLVLRLRGGN                                              
>Ngru_XP_002669369                                                              
MQLFVKTLTGKTITIEMESNDTVEHLKQKIFDKEGIPSDQQRLIYAGKQLEDGRTVSDYNLQKDSTVHLVLRLRGGC   
>Ngru_XP_002669208                                                              
MYKLPSYCYTGIITNSSQCSNIKLEIHRTYSSSVRNLVFPIWFQPHLKFINETHLNYKLSQMRKSYQIGYFFAPIFPIQS
RNDSFLNSTDNGATLNTLWNNIKSNNYSDKISSLSYLSGYSNTSSMFSYLFHVFNTQNAEFFFGEQNWFRFLDLSIAATS
NKYYRMGFSLAVPRSDLSEFSYASDNPLEETDPDLFGSQYQCTFVLADQIVYAEGYWVFTVSGAHIYLSIAVIVVIGIMT
TLVLCFNTRLYEEDMETNFTRHFDMKKTPVPAEKPMFFHKLARLYDMARAFVLANDNDIAKEVGSESYYYFCLLYYLSCS
IFASQAPPWIPFMDISKYTAATLTSGRQEHVFLIFVIINSFLACLLGAFLLYALKHESRVFVTDKVITDEKALSATIRHF
GHLYTLMVKNIPKEITAKEELGELFNEEILLGKYRTDDEWKEHYVCHVAVNLNHLTELEKALAKVEKKLENIKPDKPPTT
GCLAKCTSREDQLILERDQITEKINTIKKKYYVNESMENDAFLTTGAFNTNDPTDVYGTGYGFVTFFSMDEAKEVLRNFN
ASRSKVTQWMEYLIPFYEDKEIVVTAAVPPDDVIFENFSVSHKKRKLRLIGINLGLFCAMLLVFFILGVGSVSQWAKQEF
LTFVIDFAESLQVAGMVDLFRILVDLLMEVPGLFMELLKLVVVLGANAVGYFSKTHYSLYVSEKMFFFMLSATLVFPYFT
KYFFLNTIMAFSNYVSHYPQFNNLVVYFEFFGLDIINILFIFSFIAKTIEYSIQLVSTVITLSINKKMARMPFDYEVNYG
FKSALLILIAFYGSVAPFVYLAGLVKKNQTVPVSREETESEKSQTQSVISNFKHDVANLINIGKLESLENEDIVDLVHKS
QLLDLYRHPYFIDEARKLKKKMKNAMRAALFVANSKQDTSTHNDVTLSLVKAMNGQQIELQVDPEIDVEEFRKLLAEKSN
TAPHLQRLIYQGKVLKNGTKLSDYKISNDHVIHLVNMPPPEAQASSGSSSSSSATTTNTTGATGTTSSTNAGAHPHAQTF
RALGPGMVITGIVDSQSPNSNNNQRGGIDISSILNSVLGGILQPGANANNNNNHGHSHPHSHSHNPPTAQRQQQQQQQQA
NNNTNNNNNQTRSLINGARSIINLLNNEQQRQNIVRSLETVVNSLSESTPNRLAANLARNEVLPTLQQLHRDLGVIVNTR
NTTATSNSGNQGTTTHSEPSITGVNLNLHVNANELDQLPNQLDRLHNIIHNSPLGPRPQTIEQPQPILITTSSTTVNRTA
QQPSQQTPSQPSQTSSATTTQQQTSTAPTTTQPSAQQFSLNSFMERAMTSLGVNLTESNESERSIFDRLISVATDGLQIT
DLLGIISGNWAPLESTKGRMRDFVISEVLKGDTSSENIQEKVEEIMTDFETYMDKNHDLQLEIASRAGESDVIDLLTQLV
RNYVTLFFKLIIEEPSQYHSISNGTIDGTVPSPFASALNRFTTLALGEVVELFETHCTSGSSSVLLPLLLDSMFNSLPSN
VQMFYRTQGSSVIASFATQRHQQYKTLYPNRPLTFMPKPLLTKKEVKPEASKQQETKKEEPKPQASSDSDKMLEELMSKD
SMDLLDSVSFDDIVEKPSHTGGVSMVEKELMLHVAGSSHIESPSTITPTTETSPMESNKLLLQLPTNQTEKIESELSPSQ
NGTSSASSSMDDDHHHEVVV                                                            
>Ngru_XP_002669132                                                              
MQLFVKTLTGRTITLEVESNDSIENVKRKVQDKEGISPDQQRLIFGGKQLEDGRTIGDYNLQKDSTLHLVLRLRGG    
>Tvag_XP_001582520                                                              
MSGRLSETALVIKLPDMGSSDIQVSMNRESTILEIKRKIKEKTKIPTYQQILLCNGTELRDTDKIFPNYMNKSLDCKFIG
IQRKTKKSPIYIKINDTGEGPYIVKAFKIVDIGYLVNSCGNIIISDFSRSYIIQPNKSYAFDVFYMLPDQTRVKNFILSV
YTQDGKYIKPDQYEWIADYDPNTMDITDITHLHTMDVKCFRFPDEEFFDPNRISVAHLTDLSKDTTKHVTFRLVPEHLSS
IVHDWFSGTQLTDSLYDYALAFNPNLKGIDFRLRDEAGTEIPRNCLILKVESFSNSKEVTLIVDDGREFNGKSSKSK   
>Tvag_XP_001581388                                                              
MSYHIRCLFLSLKLQNLQKDSSKTVFIVLVKPFAMQIFVKTLTGKHITLEVEPTDRIEDVKAKIQDKEGIPPDQQRLIFA
GKQLEDGNTLQDYSIQKDSTLHLVLRLRGGGKEAYEPSLRILAEKTNVKRSVCRKCYARLSERAQQCRHKQCGHCKSIRP
KKAGKE                                                                          
>Tvag_XP_001581250                                                              
MIEIWVNDHLSHRERIKCMPTDTIGDLKKLIAFKIGTRPEKIRLHHANKVLADNVTLDDYEIHQGTEVSMSYQ       



>Tvag_XP_001579869                                                              
MNKSPSALLSGKSSKNQFNFPDQLILPIPASSSPKRPERLTSRPPSGILYIHFLDNPEFEIEFFEEEPIKSLKLRIAHFA
KADLSNFNLSSRNGTLNIGKKVSDYGIRASSHIIVLENQAHRNHQIKLREEWIENRKQRRSLGRLNISAKFLSNLNHRNN
IKLQIAEKDKDMQLYKSVETFFNEINQDMF                                                  
>Tvag_XP_001579005                                                              
MKISDLKILIYDIEKIIPSLQQLRYAGKHFEDDNTLRYYGINRDTTIHLVLRCRGGKPVVYLYPKEEIDAKVSIKINDGE
FSFVYPSFDEDNTWNVKALPSGEIIHRGKKLRYLFWETLFYPNLKMDKGFIIQGEGCVSFFEDKLKSMNLNDTEICDFIT
YWCPKLCAYKYIKVCFQFESFDEICPMNVEPKPDNINRVFFAALPLDTPCDIEPQELPIFKRDGFTVIEWGGTIIPTE  
>Tvag_XP_001327120                                                              
MIQEKEKGFPPDRQRLIFAVRQIEEGNTLNDYNVKYGDILYLLYRLRGGKPVIHLYPKEEIDTKVSIKINDGDFSFVYPS
FDEDNTWNVKALPSGEIVHKGKKMRYLFWETLFYPILNMDKGFIIKGEDSVSFFEDKLKSMNLNDSEICDFVTYWCPKLC
GYKYVKVCFQFENFDNMCPMNVEPKPDNINRVFFAALPLDYSCEIEPQKLPTFNRDGFTVIEWGGTIVTSEEL       
>Tvag_XP_001326882                                                              
MQVQLMFKNQFHQFQFDAGATLASLMSEIASKLNVPVESQKIICKGKSLTAPMEPLVDGMKLLLMATSAPPVMNTNPPPA
NTRKYSLFVPTIIDTLKEPYHQEIIKLGPPEGYIKPNKFQTTVLPQQLMYVREGTGKRSILSFESDALFLQNDDGTVERI
FFTEIVKTAVLTIPDSDGNFVALGMITKSGNKWIYFIASQYTNLIKSLFHS                             
>Tvag_XP_001322739                                                              
MQIFVKTLTGKHITLEVEPTDRIEDVKAKIQDKEGIPPDQQRLIFAGKQLEDGNTLQDYSIQKDSTLHLVLRLRGGF   
>Tvag_XP_001322736                                                              
MQIFVKTLTGKHITLEVESTDRIEDVKAKIQDKEGIPPDQQRLIFAGKQLEDGNTLQDYSIQKDSTLHLVLRLRGGF   
>Tvag_XP_001321685                                                              
MAIHAVLPGGYAIPLTVSPDWTIEKLIAMITKHIGIQAERILLMHNSEPLYGIFTVGDYEIKEGEKIFIGIWIGQNLAIS
KACSLA                                                                          
>Tvag_XP_001581428                                                              
MQIFVKTLTGKHITLEVEPTDRIEDVKAKIQDKEGIPPDQQRLIFAGKQLEDGNTLQDYSIQKDSTLHLVLRLRGGMQIF
VKTLTGKHITLEVEPTDRIEDVKAKIQDKEGIPPDQQRLIFAGKQLEDGNTLQDYSIQKDSILRCGF             
>Tvag_XP_001579599                                                              
MQILVKILTGKHIALKVEPTDRIEGVKAKIKDKEGIPPDQQRLIFARKQREDGNKLQDF                     
>Tvag_XP_001327272                                                              
MIVNIPERNTRLELKVKKNTTIYSIKLAIQKKLSISKENLIIYLSGKQLSDNDTPFQDKDENDVTLTVSISDSPEKKEPA
SFKSEIKESDIKYFDNLGFSPCVITNAIITSHGDISKASDLLFNSRTVKVVSVMPIDTNTNSTDSPNRSDSENSSSDNVE
NTINLCSLINQYYACHGDWQSIQHQFPTIPVSTLHFILYWLSFNLQKCPQVFDLSIKTSKVKKLFIYFHQGVKVENLCKL
IHIRDVSLLRTYYDIITRCICECDSLETFSKENPDSKIFITKFEKMMDQIEHLVTKKKEENHILSFYHKEFEVVSSPEAR
DIETDINGFFILPNHVINIPKLVSSFVQSGYSEKSLLLQYPDFSLGYLVYLLYLVHLGFDTRRRTMNSWRPKELRFLLEQ
GYEGASVPQMKEFLDEKDSNQISQKLKLVKNCIKNSTNFSKFCSQFKDFVVPSDSSYDDDGVPDYLYKLFDEFSHQDKDI
SVENSLGALTILLPDKIPPCNEIIFDHKVHI                                                 
>Tvag_XP_001326921                                                              
MSVTLTIKYPGVATPQNLKNVDYSTTIEKLKKVLIKINKSDVPLDAIKVVHKGRILQNDNTVGDLTVDEGQTSTIFVTGI
KPPVAQPKPAAPQEPQAKPVLPEVPPPQPLPQMQPQPAQNPLPQFQQNLFAQQNNNAPRQGNIFEKYSSLLGLALSIIVI
FAIFTFVFLSISKNNAVSTVITLVIVVAFFAYLFRNVRWTIPMVSKCLMHFFLSLTPFWNLQQFMAEEGANRN       
>Tvag_XP_001320605                                                              
MGDKKIIISVKTSTGQSYKLQVHGKNSIESIKRVLGQGMNCDPKLINLTYQNISLDSSLTIGQLNLQDNAEIRWVDPESS
QLKNRSSTQQQNQKQQQKVDSKQKQKPKRQKSSEKKASDSQNPKGEAQKLQEKAKFNEKIKEIKKAFGGPLFVEEPKRPK
PDDYEYRVHFLQNMCLPSDFIPAALEMANYDLEIAADALVNGDLPEDDDYSDSEIEEMYDSNRSKIEEQRKDLAGKFMME
RNEFLQRFKLLKPYEKHEVNLLTNLGFDITTCLQIYLSCGKNRDKAIDQLAILHG                         
>Tvag_XP_001319717                                                              
MISITVELNQCKKIIAIDPNISSTELLNKIAAEFRVCKDDIKVTYGTKQIHCGRPLSDYNIQDDCVINIRLRCLGGKPVI
YLYPKEEIDVKVNIKVNDGVFSFVYPSFDEGSTWNVKASPTGEINHRGKKLRYLFWETLFYPNLQMDKGFVIKGKDSVEF
FEEKLKFMNLNDSEICDFVTYWCPKLAAYNYLKIYFQLENFDEMCPLCVDPKPDNINRVFFAALPLQTPCDVEPQDLPRF
KRDGFTVIEWGGTIVSQLNS                                                            
>Tvag_XP_001276955                                                              
MQLFVKTLTGKHITLDVESADKIEDVKAKIQDREGIPHDQQRLIFAGKQLEDGNRLEDYSIQKDATLHLVLHLRGGF   
>Tvag_XP_001312546                                                              
MSFDQMNLPQPCQIHLKGYRESDIQVSPYETVGYINEHFNDNEIRLVYKGMLLDPSLSFSYYNIQHDDTIIVVQPRPVSS
RKSRREHDSDSMMDIHYERLMKQKKLMMQEKDNAQNDMIALESARLLDLSFNKISYRPTSYRRICKIIKKKSDNLENSFE
TQGTVLPEKALTPCTEFLPLISSNSDAQSN                                                  
>Tvag_XP_001310490                                                              
MIQDKKGIHPDQQRLIFAGKQMEDGNTLKDYNVHNAYKILRLHLRTYEASFNSNV                         
>Tvag_XP_001305807                                                              
MNCYIVRILPTHDFFVTFKEPLSAGEVKDEMFLQIGVPTRSMTLIFNGTILQDHVMLDSVGAKHTSILYMVIKQCETVFL
RDPRRTILEIVSLISYLSNVPSGVYNKAFNDIRDCVNSPCLEPVKKLCKELNPFLKRVLEFIDSNDAPFDESAIDMLLRY
QDYEFNILEGLEGEIKSIWSQTSSTIEVVLVDNSLDEIIVENTDESEDYVEPTNLDYTSSINSDPLPFCIKYEDPDY   



>Tvag_XP_001301408                                                              
MYFFRQLNDEPVGVEIGSDATAEEIKIVLMSKHNFPVGNYKFVYNGQILTDPKPLEKIQPESTIFVVIKQNEKVEIPKPK
QPKKSKIVSFHLDIPPNPEETFKLSAELGGPSNPTFSFRELTLEEDKTIKNAIELLKLDNVYNTSFWDYPEATSEFVRVL
SSNNNLMPIVEAYAYDHFGCALTRTPMHFAPFLIAGVQCNFPIEIGETFDAALISLSTKQREDFEKVMALKLDKDKSMKT
FLSNKCDLEATLKELHGN                                                              
>Tvag_XP_001299928                                                              
MQIXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXVKTLTGKHITLEVEPTDRIEDVKTKIQDKEGIPPDQQRLIFAG
KQLEDGNTLQDYSIQKDSTLHLVLRLRGGMQIFVKTLTGKHITLEVEPTDRIEDVKAKIQDKEGIPPDQQRLIFAGKQLE
DGNTLQDYSIQKDSTLHLVLRLRGGL                                                      
>Tvag_XP_001299745                                                              
MTLKSYVKIPPDQQRLIFAGKQLEDGNTLQDYSIQKDSTLHLVLRLRGGGKEAYEPSLRILAEKTNVKRSVCRKCYARLS
ERAQQCRHKQCGHCKSIRPKKAGKE                                                       
>Tvag_XP_001276939                                                              
MQLFVKTLTGKRITLEVESADKIEDVKAKIQDREGIPRDQQRLIFHGKELEDGNRLEDYSIPKDAKLHLVLHLRGGF   
>Tvag_XP_001314425                                                              
MQAYIVKFYTNLEFYVPFEEPMTAGKVKEEMFLQLEIPTKQMTLVFNGQILPDHANLQEMGAKNGSVVYLYVPNYDNIFL
QSPKRMLNEVISIFMNINIIHDETFYDAINTVKKYIESPILKSLVKIIPEIATLLEDITEYIQQVECPCDESMIEAISKA
NDNTFFNSQFFDTENFSFPKVETSETSLYETKCQCVIEPLQKMECSESSFSDDEEPTNLDYTPNINSNPLPFYDPDYGRI
PYDL                                                                            
>Tvag_XP_001315497                                                              
MCDIFKLKIKYNKLEGGSIEKEFEPDQSVFDVLQAVAEETDSNPRQLTFIYDGQYRESDLALEEFLTEEGPHDIQITDKH
RPA                                                                             
>Tvag_XP_001315099                                                              
MQIFVKTLTGKHITLEVEPTDRIEDVKAKIQDKEDIPPDQQRLIFAGKQLEDGNTLQDYSIQKDSTLHLVLRLRGGMQIF
VKTLTGKHITLEVEPTDRIEDVKAKIQDKEDIPPDQQRLIFAGKQLEDGNTLQDYSIQKDSTLHLVLRLRGGF       
>Tvag_XP_001311351                                                              
MQIFVKTLTGKHITLEVEPTDRIEDVKAKIQDKEGIPPDQQRLIFAGKQLEDGNTLQDYSIQKDSTLHLVLRLRGGMQIF
VKTLTGKHITLEVEPTDRIEDVKAKIQDKEGIPPDQQRLIFAGKQLEDGNTLQDYSIQKDSTLHLVLRLRGGMQIFVKTL
TGKHITLEVEPTDRIEDVKAKIQDKEGIPPDQQRLIFAGKQLEDGNTLQDYSIQKDSTLHLVLRLRGGF           
>Tvag_XP_001307214                                                              
MSSQIEIKIRDIYSKTYKFMADPQQTILDLKKSLSKLIFQQPANIKLSFHGKILKNEKVLGKIDLGNSGYLIYSLTKLPH
RNISFPPLRALELRDIILAKLETEASTPSSPNPKTDIRALFNPQTNPILNQVLLAKSPENVAKSDLEVIEIVEKSENEEI
VPESPKQNEAELQILREKQEQYEREQEAVKSQAMSQLSPDQNKFINKLCRNFGIAKDHAIELLMLNNMDETATMKFIANN
GLLLF                                                                           
>Tvag_XP_001304736                                                              
MQHYIVRVLPEYDFYVAWENPLTVSELKGEMFLQLEANTRDMTIIYKGEVLKDETFLPDVGVESGSIVYLHVKNLPDLFL
MSPKRLINEIFSLYNNLTCVSSECFKAAVNDIKLYIDSPRLKPIYKLVPELKELFDDILADIDSMEFPLDYDDYRIYSKT
QDDWFNQCELPPNGMSQIMHDGTEIVSIAEVEIANDDFEMEENHEDENADLDVTTNMNYTPSINSSPLPTTRSFMAHNEF
YNSLFE                                                                          
>Tvag_XP_001304209                                                              
MNAYIVRMQHGFDFYVAFNHSLTASDVKEEIFQQTQVLSTKMVLIYNGSIVEDNIYLSDIGCKNGSILHLYISKNQDLII
RTPRKLITEIFSIFMNIHSMPPEMITDAIDTIRNSMDSPMIAPLLKLIPELQTMFSQIDQYLNNIELPMNPSLVRTIAKI
QDDTFLNSDFDDSYTLHSTESETISISDFLTDDSLQYEDFGSDCECISEEFRITYTNYTPKISTDPLPVPYISDNNFSIY
CSK                                                                             
>Tvag_XP_001583470                                                              
MKIQITGENTETFEVGVDNAKSTVVELKAIIASIKETDYDDMHLFLNDKELEDENTLEESGVQENTSLKMIKNTSFNDAC
FGGCPFDCFDPSKIQEMLEQVEKDPKLIYQIINKYPMLAAHPLVLPAVQQLVDHPETFKQIITMLKNLSQTFTQGMTQFK
EDAEKLQKNDEFNEILRNSFNCDCQHSEEDDRQTSERENFYRLTGVERTPEMDEMIAKAEASGDIHNLIETVRRLRASGI
DVFKGVEIHGTEDNLEKKYEQQLNTLGEMGFLDKETNISILKQTNGNINLALEKIFNNH                     
>Tvag_XP_001579658                                                              
MEPSWRAIAGNISNYVDDDTFLSSRSPQQIAKVLSHAQLTPCEFATLFTNLSNHHGKAEILMMLSRAHLKEFTTQEEAAE
ISETISSILGIHVLDSLFSFYQNRIHANSANAISIKDLHGKVTIIENVDLNWRTEDLKTVIQQKTGQPPDLQRLIYAGIQ
LEDGKTLREYSIQHGSMLHLIFRLRGGKPVIYLYPKEEIDAKVSIKINDGVFSFTYPSFDEESTWNVKAFPSGEIVHRGK
KMRYLFWETLFYPNLNMDKGFIIKGEDCVSFFEDKLKSMNLNDTEICDFVTFWCPKLCGYKYVKICFQFENFDEMCPMNV
EPKPDNINRVFFAALPLNNPCDIEPQELPTFKRDGFTVIEWGGTIVTSENL                             
>Tvag_XP_001579004                                                              
MEPDWKAISKNISKYIDNETFLSARKPIEICSILDNAKLSPNEFTILFTNLSKYHGKSDMLMMLGRARTSELATQEEVDK
ISRTISSVLGVSLLDKVFTFSQNNAQSKNSNSQNSIKEEFSNITVTMAHQKCYVFEKISLNTTIENFKLKIQNILGIPVN
NQLLYACNAPISSSGTLKQYGEYASFHLLDGVAISYGGYTYPIDIDNYDITVEELKHMFKEEVGWQVIYQAIFYNGITLQ
NNRTLRYYKIQRGSTIEASIHYNISAINRPPYTQIF                                            
>Tvag_XP_001330703                                                              
MNYNGTILENNRTLAYYKIHKCSIIEAEVDFKGPTEYDCTFQVYIDILYKDKTIDVCCDKINSYVSELKLRIYEKTGILP



NGISLHYYYKHLQDDKKLSDYDVSPSGLIKGYLRLRGAKPVIYLYPKEEIDAKVSIKINYGDFSFVYPSFDEESTWNVRA
HPSGEILHRGKKLRYLFWETIFYPNLNMDKGFIIKGEESVSFFEDCLKSMNLNDTEICDFITYWCPKLHEYKYVKVSFQF
ENFDEMCPMNVEPKPDNINRIFFAALPLDNPCEIEPQELPTFKRDGFTVIEWGGTLVTPEKL                  
>Tvag_XP_001330843                                                              
MNCYIVRMLPNHDFFIPFEEPLTVAEVKDEMFNQLSAPTKNMVLIYNGQILSDHISLSDLGITHASVLFLFVKNFDSFLL
HDPKRLLLEISSLASYFASMQPDVMKKATKEIRSYIDSPMLKALAKVSPEVSHFLSKVLENIERLHNPFDESMLDLLNRM
QDNSFNIMESVNGEIRTCSNNSSNTIELILVDSSIDEIEIEEQKQDFTYEPTNLDYVSCINSNPLPTIDFYDDSNSDPQE
FSYGY                                                                           
>Tvag_XP_001314426                                                              
MEGLIVRVMKSSDFYVPFDGLTTVQDVKDEMETQIEVSTLRMKLIFNGKILSDEENLKALGFKNGSIIHLYIPNYDNIFL
QDTKREFNEILSLFENINCIPDAMFNDAINEIKTLIQSPKIRALVKIIPDLEQFFNAILQCINQIEAPYDDALINEVSII
EDRYLNIDEWIYEDKSETLTTLCLPANYLDEGLEIKDNDNSIVEDDIPLNINYAKSISTEPLPFVFDSTAFYM       
>Tvag_XP_001327119                                                              
MEPDWKELARNISDYVDNDTFLSTRSPQQIAKILNYAKLSSSEFATLFTNLSNYHGKADILIMLSRAHLKDFNSQEEAIE
ISTTITSILGIQILDSLFSFYQSKLQREIPQIKNDKSQSSVPEYIRIYVDTPNGNRLFENIDLNIRVEVFRSLVLKKIDK
SIKYIDIYYLCQRLIDGHTLKEYNVQNNSNFLAIKRYYPFTEKIIEIMDLDGIRTKLENIDLNYRVEELKALIQDKMDLS
PDQQKLCFLGKAMENGKTLKDYNVLYGDGLTLTWTKSENASPPSSANSITIKTKAGREFIFENIDLN             
>Tvag_XP_001326794                                                              
MEVSLRTISGVTYKQAVEPTTTIAELKVLVSEKANVAPEGIKLIYSAKFLDDSKTIAESNIQPGQAIIMHVQSSKNAKQP
QKKSSEKRKSPKKESPIKVQEAAAPAPTQPKEEATQKPEQPGHSMVAPLPELEAKHQLVDPPNFNALVQTLTEMGFSEGD
AAHALRAAVYNPDRAAEFLLTNYIPEMPQLYDPNDLANEEEDYDDDDNSDEEDDEQASTLQFLRQLHQNPELLPIYLKDL
ADNNPAVAPLIRNDPASFLVSLGVNPSEFDLSSLKHKSEFETLMEKFTEEEQKAIHRLEKLGFDTTDVIQVFEACDRDEN
LTKSCLEQMK                                                                      
>Tvag_XP_001325814                                                              
MEVDWKAISENISHYIDDDTFLSSTKPLHICKVLNSTTLTPTQFSNLFKNLADYHGKDDMFKMMSRAHIADFKTRKEVEE
VEEIFNSVFGIPTLTKIFSFYKNGKQLESQNETEERRCESSSRPLKLPNYVSFGRGGFEVILKCSGSECIISGIDIKHMD
TTQFFQQFQKATGISADQYKLRAGNKQIQHDHPLSDYNIQPGSILNLAWRNRGGKPVIYLYPMEEMDVNVNIKINDGIFS
FVYPSFDEGSTWKVKANPSGEIKHRGKKMRYLFWETLFYPNLNMERGFVIKGQESIEFFEDKLKMMNLNDAEICDFITYW
CPKLVAYKFVKICFQFENFDEMCPMTVEPKPQNINRVFFAALPLDIPEEIEPQDLPRFKRDGFTVIEWGGTIVSTLNY  
>Tvag_XP_001324731                                                              
MNTLDDYKLWESNLLVNLKLFNKESKEIQLFLNFLTQYSENGIISNFNSQFIPATVHNFLSTILSLQPTDFASKSVVQKL
LNEIISLLTIAITNNHFEFATTLHRLFDSKAVLYRNSNTNSTTSQFLQAITNNYLKSNSFTTLLAKINDETQVPNINQLY
AFLSVLFEIHKWFDMVYLSKFISKISNSLGKFYKSFDSNSIRSLDNDLLQNVMHLSIYLSSLDECFKEVCVNTLDFAIIL
LQVDILDKQLIGAKIISFGINDLAETEEETLNEWFDKSNIFNIFLKRSYHESVINKFFKIYNIAALNGKINQDILYKTLI
KSANSSQTQRKEYFSCILQCFASKTDEIQNFVAYSSTTDKSEFLFDFMGFVSIFCSMQYQMQSKQAIDFLVNGLTDEKFI
KLSIQKILEFLKYKISMSLIQALFDGLSNLLKPKVDNRIIELLENVLKSIDMEEENEILRIDVSFADKITQVIDSGENNR
QILFNILFLLVTKFKKKMTRSQIEILFKKEDNYLLDFLSSSLKLQQFDFLFPSAIELLYNKIDEYDFVNANQSFSRLICS
FELSNEWQNNRVVEANSKSSPTKKIPRYAPISLKSEFPMTLRLLQVCKNEESTKIASTFLIEFAEQSKSNFGIDGFIFIL
KLLKNILTFGTDEAKIRAIKIILELLPKFEIDVTLEDVGIKRHHPRFETDLITAKIYARENYFDMKVNPNITVQSLLAKI
AAKIGCNKDDISLFYEGKNLGRPYTLSQYGILSNTKFNIIENKRKIRMQKFPKNSLPSVAICDSGICDLLFGYLEKDNEK
LIDTALVLLNQIPTAQKALDLCYEPNILEIIVKSKTWQNQKYLLESLDESLDYGDDYEEEDTTFSNDYDLIISLINKKID
IRAAPPALMILSDLDSPHIIKFFADYFNIALQVFLNARTDTEIESAICSFSRLQEIDNEKFADLLFTSDLKVFEFTEIMF
KVLISLINKMVDKTKAFDYLSKFVNEIEFHEKLSDIFFECLCHALSEESDVQKLMPKLKELLHRTTQGTLFVGIVTFLAK
VSEFQPMVIDEEISQIIIPRIIREQNETIQNYLIKIISIAVVTFPNVKQMALNVLGECLSKPSTTFGFTSMEFDYKDEDK
MCGLKNLGATCYLNSILQILFSDFTFRSELLKLKNVDKPWMKDLQVLFSSMQLSNNPIQSTSTFCKSFKINPAEQQDAVE
LYQNLLDSLPKNVCQKFIGKLTNTFEGINETFTAENKEDFFSICLDVKGFDCLEDSFESFISSQFLTGDDQYYAESLGHK
IDVKKFVRISEPPEHLFIQLKRFEYNLDTYERYKVNDRFEFPLEIDISRFTTSPNISQNYKLTHVLLHDGECELGHYYSL
ILIEGKWILFNDKTVGEFPKECFEAECFGSEDSADANYYSPSAYCLIYTKNDIPHKYSEDNSEISELIDQDIKKEIEEEN
DTFCRYESTYTNSFLNFILWLNEEKILLDYFFNVYAHSNLVESKRKMYNSLLNYKQQIISRFAHEKEHLLNILLHANDQI
ISLICELITSKVQIENKDDFIVIAESFAASLKQNFNKNNQVLSVKAKALHYLCKDISLSRTLIENIMNALFVLGRDPQID
QMALLSIFKEHVHELTEMDYSNLLAAAPNLLISINGTSLMAVFVTAAKEKLIDLITVLKTILSSADESYSVFLFNASVGF
IPVALLIEVFKECGVTNLTIAKTLNLALLRGNIMLQAKAILFDLLLDENELTRKYAEKFVKGCFPGEINEKTAEEILNGI
PAIKNDFYDDIDDDSDDDLEMINYDDIDINNFIEQITEFLNTVDIIKYDTGFRLTSLGRTLQRVIVRQNTKELASALLKL
VEKLGKSDANKLEFLRALELCDEMNLKAVVDEDFIENFVNTIFPINFDNVESGCTLFNSSFVILKKISQSIDSFMILIML
PDFFESMVSFIEFCEYNMSLDFVAFVISHEELCQSIVSVINDNDRVVSTSKSNLLAILFNLKTDEETEIKEYLVAVAIEG
GLIALSDSFMSDDSDLQSTFQIHICEMIQDVSFKFKHSDIHSQFISDVVTKTISADASFVSPNISKMINSILSEKSAQHL
IRMFEMIKTGNVPIATLCMILPAMAYANSFKDNKQKVLELIEVAKKAVVEQDESPSSLVSLFLELNLKDEDVLHSLKELM
QLVTDC                                                                          
>Tvag_XP_001319564                                                              
MKYDDKFLSSLKANQICKIPDNSRLTSSQYSTLFFNLSKYFGKVDMLIILSHAHTDTFQTRNDARLVSDTISSVLGINTL
NNLFSFYETSTKTKPEEKPINVIVRTLAVDKKEYQINPNNTVLDLKNIVGEELSIESKDCELHFHWFLKNEKKLKYYNIH
NGTVIEYLSLLLLPRGHSFQIFVKTLTGKHITVPDVGEDLRVLDIMYKIQDKEGIPMDQQRLVYAGAQLDEDKSIGYYKI



QKDSTLHLVLRLRGAKPVIYLYPEEETDVTVSIKAKDDEFSFVYPSFDHDSTWHVHAFPNGDLVHHGHHHPCLFWESLFY
PSFDNNNGNNNDNENDNENREGFVIEGRQVVSFFEDTLRHINLSDREIFDFITFWCPKLIDMKYIKITFHFDDYCSQFPL
SISPSPRHVNRIFFCATPLSTHISLRRPNLPTFSRDGFTVIEWGGTIISEDDKAILK                       
>Tvag_XP_001319562                                                              
MSLNLEDIGQNIERYINDDKFLSSLKANQICKILDNSRLTSSQYSTLFFNLSKYFGKVDMLIILSHAHTDTFQTRNDARL
VSDTISSVLGINTLNNLFSFYETSQKTEPEEKKIAVIVQTSAVDKKVFQISPDKTILDLKNLIYQELSIRPEDEELCDDQ
YFDENEKLKTLSIRDGSSLYLVFNTARPYSNEFKINIKTLTGKCFTIDKVNKDTRVIDVKNRIRIKEGMCIGQQRLIFAG
NQLQNNDTLGYYKIQKDATLHLVLRLAGAKPVIYLYPEEETDVTVNIKAKDGEFSFVYPSFDHDSTWHVHAFPNGDLVHH
GHHHPCLFWESLFYPSFDNNNGNNNDNENDNENREGFVIEGRQVVSFFEDTLRHINLSDREIFDFITFWCPKLIDMKYIK
ITFHFDDYCSQFPLSISPSPRHVNRIFFCATPLSTHISLRRPNLPIIFITSFFYV                         
>Tvag_XP_001319297                                                              
MQGNLEIRSITGNKFVFKANMKHTVHALKKVLSAKLQVDQKNLHFIFHKKELPDNTTVEKIDIKPDSYIIYYESPKSKDD
IVKSQPPTPPQPIVEEPAQEEMIKIDNLEIERSRFDDYVAFLHNMGFQKNQCVSALKFTHFQLAYAADILCTGNIPKEFS
NSEFEKKFSVILDKLRSKKLNQERIDLISSKFTQDEKKSIRNLIELGISEDQAIQAFIALDRNEAVATNLLISMLE    
>Tvag_XP_001316503                                                              
MEGTLTLTVRLGKSDTYTVNAWSSDTVNTVKELLVEKTSLQPNQMRLVFAGKVLSDEITLQFYEIVDGSKLYLVPDRNAM
KTRQNPKQMIIELRALIKESQVAHPSTLRRILRQLKELISNSLLLSFASISSEAFEAIEDAQSEIEKIERVVNDESSQYL
AQTADSTITQIESTSDGLRTLQAIYNDGMYDMENHEEYIPFEITIIPDPTEAPSEEPLPSLYNDRLIDNTSTISQIPENY
DEDYDNSKLYNRNLIRQKYAQQVAILKQMGFVDEQFILQALGESNGNIQMAVQILQNKSYFPY                 
>Tvag_XP_001313129                                                              
MLTARGSTVMIRIKRTTGRSFIVSASRSDTILSIKERITTKTGLFPRQQRLVFQGKVLVDELSVGFYTSLNCPTMYLAPV
KENWTIQKKPEEKLDRLITLTNQLENITSEKYNEVVNEIKDLLEDSILIAYSRINDLALQSMVLAQEALETTERPPSRQI
ENYVAKTTDYALSLVEAAPDGLRMLQSFIEDSSSEEEPYCNTPTNIDYKPKLMTKPLPPLKGYKNVLQSSGYRTLQTRKD
SPLATKDVGTSFFQFTDNSDNDEMYEFSPQDDYDQNLSLKFAPQVEILKTMGFKDEHWIIKALGETNGNVQKAAKLLQNK
FFSNF                                                                           
>Tvag_XP_001311802                                                              
MAERSFSYKPLPIEPEIVEIGHGEIWSKIPKANLIISSEFYAKNVSKIGLKFDIPDITDRNILDIVIEIINLNSIDIPEE
KWQIIRNILLKLECNDILKNLDNQIEKILNERAKLMEEKQRETENPTISVFFKLNTGANVIVKHLKASMLISEAKKLISA
VTNMKPDSILFQIKDTLLPDEKTLSQCGLTNNSIITFFYDTPEYREALRRKQQMQQAAAARAAPRPPPRPPVQNTRVQPQ
LNPVQNQNYNIPQRNMAVGAQYLPNIQNRAPMAPKPPVTNQDMVMQQLRATEAMTPALLERLAHNPQLLMQYYQRIRNNL
TNQEQIRQRQQMTAPTTPAKPPPPKPVQTPPQPKIEPPKPKTKEEIEAERRKLLENIQETTTPLMEPADKSQLIVILPNL
KKVGVKLKSTALKIEKLKEAVCKNTAYAPEKHKLVYERVTMLDTMKLSDYKLAGRAPVYLLPK                 
>Tvag_XP_001311485                                                              
MEYHIRCNVAQGGSYDIDISRESIVNDLKKKISSKTGIPVEDQFIVYMGRVLDNPLDQLEACCINENFLIHVFSKSFLAR
HRD                                                                             
>Tvag_XP_001311232                                                              
MQVLIKKIIGNAVAYDVSNADRVEDVKAQIQIKEGIPLTQQDLIFAGRRLINGSMIQDYKINKNDTLNLIIRMR      
>Tvag_XP_001309534                                                              
MEPNWKEIARNISGYADNDTFLSARSPQQIAKILSYAKLSPCEFATLFTNLSNYHGKADILMMLSRARLKDFNSQEEASE
ISETISSILGIQILDSLFSFYQNKLQRDISEITNHKSQNSIPRLNLANAITIKTQTGKEIVFLNIDLNSKVGYLKDMIKE
KEGICPDQQRLIFKGKQMEDENTLMDYNVHDGDTINLILRLRGGKPVIYLYPKEEIDAKVSIKINDGDFSFVYPSFDKDN
TWNVKALPSGEIVHRGKKMRYLFWETLFYPNLNMDKGFIIKGEDSVSFFEDKLKFMNLNDAEICDFITYWCPKLCGYKYV
KVCFHFENFDDMCPMNVEPKPDNINRVFFAALPLESPCDIEPQELPTFNRDGFTVIEWGGTIVTSENH            
>Tvag_XP_001308344                                                              
MIQDEIDLSTDQQKLSFFGKDMEDGNTLKDYNVLYGDTISLTWTKFQIVSPTIPANSITLKTLAGRVIILKSIDLNCMVV
DLKELIHEKIVFPPDQQRLIFDGKQLEDDKTLIDYGVKYGNQIHLLRRCRGGKPVIYLYPKEEIDAKVSIKINDGNFSFV
YPSFDEDNTWNVKALPSGEIVHRGKKMRYLFWETLFYPNLNMDKGFIIKGEDSVSFFEDKLKSMNLNDAEICDFITYWCP
KLCGYKYVKVCFQFENFDDMCPMNVEPKPDNINRVFFAALPLESPCDIEPQELPTFNRDGFTVIEWGGTIVTSEKL    
>Tvag_XP_001303895                                                              
MVRQFTIRYILISGENGDILVRDDETIRELKEELEEKTGYPAENQILLFNGQVLGEDSTIESCKIQPGDCIHLTPNPVAG
>Tvag_XP_001299835                                                              
MESDQKALGDECRATLIFVKTVTGKIYTFENVELINTLNYLKSLVQEQTGIKIEKQRLIFNMKEMKADIPIKDYGIKNEN
IIYLVEKVHPESHANPANQIELVTCRGDYVLFTDIDLNLKVKYFKYLIQEQEGTPVEKIRLIFAGKQLEAEIKLKDYGVK
YGDKIQLVLRLCGAKPVIYLYPKEEIDAKVSIHLNDGDFSFVYPSFDEDNTWNVKALPSGEIVQIGKKIRYLFWETLFYP
NLNMDKGFIIKGDDSVSFFEDKLKSMNLNDAEICDFVTYWCPKLCGYKYVKVCFQFENFDEMCPMNVEPKPDNINRVFFA
ALPLDSPCDIEPQELPTFNRDGFTVIEWGGTIVPQK                                            
>Tvag_XP_001581011                                                              
MKIQITGENTEAFEVEVESAQSTVVELKAIIASIKETDYDDMHLFLNDKELDDEKTLEESGIQENTSLKMVKKASSDDKC
FGGFPFGFFDPKKIQEMLDQVEKDPKSIYQIINQFPMLAAHPLVHPTIQQFVDHPETFKQII                  
>Tvag_XP_001579874                                                              
MKIQITGENTEAFEVEVDSAQSTVVELKAIIASIKETDYDDMHLFLNDKELDDEKTLEESGIQENTSLKMVKKSSSDDKC
FGGFPFGFFDPKKIQEMLDQVEKNPKSIYQIINQFPMLAAHPLVHPTIQQFVDHPETFKQII                  



>Tvag_XP_001328975                                                              
MCGQFTIRYILVNGETSDIRVRDDETIRELMEELEEKTGYPVENQMLLFNGQVLAPDSTIESSKVQPGDSIHITPNLVGG
>Tvag_XP_001328742                                                              
MKIICQIFSGDKLELEVTEDQDINDVKKQISEVKNAKIEEIKLLFKSKFLKSPSTLKECGITENSKLIVMVPNKKPAPPI
NKTTETKPAEENKAPNQPEETKKIIQPEIAPLPTVDKKSKIELPPDFEDKIKQLQQLGYEYSECSRALRVAGFNTEIAAN
ILLSGSIPDEIDYELAGDLPTDGDDENGEEEDASLHITPEIKKHYEEHPEKIQELIDMLLLSDPAYYFLAKNNPMLLLTQ
LGFDVSKFDFSKLGPKSMYQELLDKLTDEEKQVVKRLEEKGYDSMEVLQTFEACNKDEKLTEECLKAFKK          
>Tvag_XP_001327344                                                              
MELDWEEIGADISKYMDNDEFLAARTPQQMCKILNNAKLSPCEFTTLFTNLSRYHGKANMLMMLLCARTNEFTTKEQAIE
VSDTISSVLGIRLLDSVFSVFKNNLSQTDVRVLPQENEKPRIHHYPCIRKGRLYVKTLTGLHIVITDFDLNNKVEDLKNS
IQDREGIPPDQQRLIYNGMELEDKKTLRNYGIRYGGTIHLVLRLRGAKPVIYLYPKEEIKAKVNIKINDGDFSFVYPSFD
EKNTWNIKALPSGEIIHRGKKMRYLFWETLFYPNLKLDRGFCIKGKESVSFFEERLKSMNLNDTEICDFITYWGPKLCGY
KYIKICFQFENFDEMCPMNVEPKPDNINRVFFAALPLDNPCDIEPQELPVFKRDGFTVIEWGGTIVTEKL          
>Tvag_XP_001326450                                                              
MSEEQELISINLKAMNSDEMHAIQVPKDITVDSLKVLASDFTNIPVENMKLIFCGKSLKNGTKISEYNISDGQAIIVFKG
RSQENRPAADPEPEPLPPPPGPRIDVRVSEINIPDGDNGNNSPQYYLNQIQTSLAKLQTICADLQISMADNNESQQREQA
NHLLEEINASIPILIRNANVLAEPEGGFPLPGRRNGRRPRIITHTVNREMTNPADFFRTLTSDLTNILGGIMNENQNNQN
QQNQQQQAPAQPAPAPTEPQNQPDNSNTQGA                                                 
>Tvag_XP_001325419                                                              
MKLQIKGSQNNNFDIEVEGPELTIAQLKQKIAAERNLDATKIRLIYSGKILADTNTISFYNIPDGHAVHMVVSGKSAAPK
PAEPAQPAPAPQPAQVSTQPLPNMQSPPPQANPFAGLGGLGGMGGMPGMNPYNMDPSQISAMMNNPFVQNMMNQVMENPE
MLRQMLDSNPMIANNPAARAQMEMLLQNPEMTREAMNMFRSMGAGANTGAGATPAGGANPNAGANPFGMDWNSLMNNPEI
QRLMNDPQAIQDAMRMFGDGGFGANPFFGGAPAASPAPASTPASDADIKLFFDATKLSQTDEIKNKLATTNGSKAMKQFL
DSCRALRKEGINVFPDVADFGASAAPAAGAAAHPAPSVSNEERFQEQLKIMNEMGLNDNDKNIRALLASNGNVNVAIERI
FSGMP                                                                           
>Tvag_XP_001322921                                                              
MLKINAVNPITPNEIIDLVLRPLSIVGDIKKQIGENIQTNPKFIKIIYQGRILIDELTLDSYGIQDNATVYYTVSKKALE
AEEKKEKVKKPEDYETETLMDKIANSQLGKKMMESIDENPELIQNLFNQIPNFDKAIDDNPDIAYAMKDNDFITDMFRQT
TAKGNKRVAALQMDNIVNQVELHPEQISLSRLNGMVDRFYEPLADGMFSEPPIKLVIPTEKPETPSVLPISYTGAAASAI
NNVKNEIQEGMSKINRGILVLRKRNVSVSKKCYETFKSCVIQRQNEPFRNAFPSQLQFLKARGFINEDNDIMALVKANGN
IQKAISYLCEIEGSQN                                                                
>Tvag_XP_001322458                                                              
MQAYIIKFNMNLEFYVPFEAPLTVGEVKDEMFLQLEIPSNKMILIYNGQILKDKVLLSDLGVKDGSILFLQVPRYENIFL
QSPKRMLNEVLSIFQSINIIPDESLLDAIQTIKKYIESPILKAFSKVLPEITEIFEEIENYIQEIECPYDDSVIETISRI
HDNSFYNSEFFESDCGAVMKLESNEVSLYETKCQCKLEPQEDIEISDLSLSDEEEPTNLNYTPCISTAPLPLYDPDACKY
SSIF                                                                            
>Tvag_XP_001321787                                                              
MSITIKVQTLSGISRYIKVEQTDTIEKIKSQLYSMDGIAPDQQRILYKGLALPDTATIESSGIKNDETVHMVISLKGGM 
>Tvag_XP_001319567                                                              
MHNEEEDINEEDFIKNTNKYIDNECFLKRLKAYQVCKLLDKITLTSSQYSTLFFNLSKYFGKIDLLMILSHAHTTEFKNK
SDAKEVSDTISSVLGINTLQSLFSYFKEISDDIKIEVNIRKSSSDHIPISISLDSTILDLKQQIKAKLSVDPDRQILFYN
DTLLENENSLNFYRLHNGATLDLLRLDNFPSLTPSQSGDNSLPRVSLEIRVNRESTTIPNIDLSIRGIELKYIIQQTKGI
SVSQQRLIFDGTYIDNGSSLMSHDIQNGSIIYVVDST                                           
>Tvag_XP_001319563                                                              
MDLNLEDIGQNIERYIDDDKFLSSLKANQICKILDNSRLTSSQYSTLFFNLSKYFGKVDMLIILSHAHTDIFQTRNDARL
VSDTISSVLGINTLNNLFSFYDDTSDNNQIDITVRTSDYLGHVIKISPESTVSDLKNIIQEDLSIDSNIQQLYLERTLLK
DNQKIKDLRFNQDSFIEVTEDHSHPSNRCSCREGSSNNEEDENINEEEEENDDDDDGEEEEENTKN              
>Tvag_XP_001318133                                                              
MEPNWKEIGENIGKYVDDEQFLSKTKPQDICKALSYAKLTCCQFSTLFTNLSRFYGKQDMLTMLIRARTDSLKTREELYE
VSETISSVLGIHVLNKILAFSLSNRTAPTSPRTQTAPANPDIANQIFVQSRDKRYEFKHVNTNIPVKQLKKMIFDIDGIA
IDQQRLLFRGIQIENDKLLKDYDIRDLCVIHLAVYPKN                                          
>Tvag_XP_001316947                                                              
MEPDWKAIARNISDYVDNDTFLSSRSPQQIAKVLSYAQLTPCEFASLFTNLSNYHGKAEILMMLSRAHLKEFTTQEEAAE
ISETISSILGIHVLDSLFSFYQNRPHANSTNTLTIRELTGRVTIIENVDLNWRTEDLKTAIQNKIGMPPDQQRLIFAGKQ
LEDGKTLREYSIQHGSSLHLITRLRGGKPVIYLYPKEEIDAKVSIKINDGDFSFTYPSFDEENTWNVKAFPSGEIVHRGK
KMRYLFWETLFYPNLNMDKGFIIKGEECVSFFEDKLKSMNLNDTEICDFVTFWCPKLCGYKYVKICFQFQNFDEMCPMNV
EPKPDNINRVFFAALPLDNPCDIEPQELPTFKRDGFTVIEWGGTIVTSENL                             
>Tvag_XP_001316188                                                              
MNVNFRTILGKTYTITVQPNQTLTDAKRILSVQEDISLEKAQFIYRAEILQENIPFSTLQIQQDRYIVIHNSSPKKATPI
QPPPVENNPPNSELDSFEPPNQATRPPLDNIIDESDEFNRDVKALVEMGFTKEQAIQALRTTGNNLDSAISLLVSENAPI
PEEILAMNNSPSQQPPPNTRPPPTVESSNSGQNTGRYRDFQGDYDKLSSSEKEALERLDTLGFDPTTTIQIFIVCGKDEE
QARNCLSSLR                                                                      



>Tvag_XP_001315310                                                              
MSLEKDTEIMVHINKEGKDIQVKTRPSESSDEFMKKIANLFCVQPSEIKIRCGTQQLQAGYTVGKYGIQNGSKIEITVRT
RGGM                                                                            
>Tvag_XP_001314871                                                              
MHLLCRSISGKITDLDVNDSITIKQVKDQIALIKGLESQFFSLFYKASLLSENTILSELNIKPNEYLLIYNLPHEKIQNL
ISKREIPTPKVQHKKSNIPPRSSVKKPKNYEKMISKLENLGFEKEKCIKALIASSYNVDRAANYLFDDSIPEIGDFDEKQ
FEEDFNKITEIPVDAPADIMHFKPEFQENDIEILNHLILEGFNKKDAVQIYMACGQDIILARNLLLSFV           
>Tvag_XP_001312200                                                              
MDIMKLIRISDYFAENYCNFKNTGINLVDLHSTEAFDCFIKILNGESPFINIKYKNEILSLMKEWKCTPLLQDFDDTIHN
GNIEPKKVYLKLLSGEVHLLHISNDVTLDQFQGIVEKLSNVPKKSQHLVLHGQNLITEFLFKSLQNEDRVTMASDAVNVV
PIYVKDLTGKSITIHLYAHSTIRELQLVVCQRLNISFNECRLILNGIPLSINKTMDDYGIKKESAIHYILRQF       
>Tvag_XP_001311170                                                              
MEPDWKLIGENITNYIDNETFLSARKPPDICNILDNAKLSPHEFITLFTNLSKYHGKSDMLVMLGHARKSELATQAEVDK
ISSTISSILGINILDKVFSFTQNKTRQQNSNSQIQDEDKFINIYVNSFIGVYCPFENINLNTTIKDFKLKLQKESGIPAN
KQLLYLGNFLLPNSGTLEKYLSPIKKDNVGARLCLHDGIAISFNKIQVPIDIDDFNITVEKLKEKFYSKTGWPIKYQTMT
YNGIIMDDNRTLNYYKIQRGSVNEVRIQYDISDLKGGQCIYIRLITVKTLVLYADIWNSTVFDLKLLICDSEGIFPRDQD
LYYGGERHLEDNFKLIDYDIQRDSTIYLSRVMRGGKPVIYLYPKEEIDAKVSIKINNGEFSFVYPSFDEENTWNVKALPS
GEIIHRGKKLRYLFWETLFYPILNMDKGFIIKGEESVSFFEDKLNSMNLNDTEICDFITYWCPKLCGYKYIKVCFQFENF
DEMCPMNVEPKPDNINRVFFAALPLENTCDIEPQELPAFKRDGFTVIEWGGTIVTSEKY                     
>Tvag_XP_001310489                                                              
MEPDLKEIARNISDYIDNDTFLSARSPQQIAKILSFAKLSPCEFATLFTTLSNYHGKADILMMLSRARLKDFNSQEEASE
ISETISSILGIQILDSLFSFYQNKLQGEISETKNHKSQSSVPLPSSANSITIKSQTEKVYIIDNIDFNCSVEDLKNRIQD
KEGIPPDQQKLYFAGKQMEDGYTLKDYNIHNGATISLVLRLRGAKPVIYLYPKEETNAKVSININDGDFSFVYPSFDEDN
TWNVKALPSGEIVHRGKKMRYLFWETLFYPNLNMNKGFIIKGEDSISFFEDKLKSMNLNDAEICDFVTYWCPKLCGYKYV
KVCFQFKNFDGMCPMNVEPKPDNVNRVFFAALPLESPCDVEPQELPTFNRDGFTVIEWGGTIVTSETL            
>Tvag_XP_001309529                                                              
MEPDWKEIARNISDYVDNDTFLSARSPQQIAKILSYAKLSPCEFATLFTNLSNYHGKADILMMLSRARLKDFNSQEEASE
ISETITSILGIQILDSLFSFYQNKLQQEISETKNHTSQSPVPEYANIDVLLSSGKRWRFDDIDLNTSVENFKSIVHEKTD
IPIENLGMISAGQLMRNDHTLKEYKIQNDSTISLFYRHPVNINEILRRYDDLTHEIYIKSLPGNIDTLKGVSLNMTIEDL
KIFIDYKLGVYPESQRLIFAGKQMEDENTLMDYNVHDGDTINLALRLCGGKPVIYLYPKEEIDAKVSIKINDGDFSFVYP
SFDKDNTWNVKALPSGEIVHRGKKLRYLFWETLFYPNLNMAKDSSSKAKIVSLSSRIS                      
>Tvag_XP_001308980                                                              
MRIIVSPVRDESFLVEVQDTGTVSDLKHEIYIMFGYIPQNQTIVYKGKVLDNETQLKTKGIHEMSKVYMTYKKPKVVKRN
RNSNFAPSLLATHLANVEDLTECIEALKQRNPKASYVFNDAETVSELVQKTLDPEIQLQRQREMDIVLDSQEMHAGGFQE
LVSRYHLIEEVYENSQLENEKLIKTETVIPQRPAHPSTTKLPTPYGFEAKLSLMMSLLKNMSPDNPNRHLMETLVSICAQ
SIVANTNETEEEESDEFGSVGRMSPRMRNHGSHVGYSLFDQRGFNEDLEQEEPQPVFPQIFHLPKNSHNPSNRRTPFSNH
EPSSDDEFSVE                                                                     
>Tvag_XP_001306990                                                              
MIVKIRATTGRIYKLELPQNATVEQLKQAFKKVIGFSQFKVKIKFIYLAYIMEDAKTIESYNIKDTEYIVASLENKNKQD
LFDLTSTLYPHNYMYTSLPTNEPLPNFSDSDSMSSSGEDEESESDGFEYCESIEGLQELGFLKSDCQAAIKAAMGNFQIA
LAYLEAGIIPSKGDVDNFNKFIDNVKANIEVLDENPDHLNQVLNDLEKILPEQGALFRAKPELLIQRLGLNPKDFDLEEI
RNTEAIDRITAENEASNPYSPNDEEEPIPDQDPLSKFTPEEQDAIKRLCELGFDIHLVIHVYEACDKNEALTANCLLAMN
D                                                                               
>Tvag_XP_001306438                                                              
MHIFIRDVRNNSFEIDVQDDCTVPLLKQAIAEHKHCSIDGIKLLFASKILHDDFDLKSIQTNEKSRIVLYVKPEKNNTSP
TKLSEPVSAPVREEPKPAPPVEPMKPQPKPVQSPPAQPQQPKITPMQQQPMAQQPISRETVQMYEEQSPDSLEKAISAMT
EMGYDKEVARVALTLLDNNVESAIDVISRGYNTIEKLQNYEADYRAKYRTYFDSLYAHIIQNPELIRYVIQHHTCPVTLP
NGTMTFTKINYDDFINYCNKHGLNITKGDVIRLQPEQMQLFQQLIHEFPNVEQYTILQYLQACDFDLSNTRACLQNE   
>Tvag_XP_001305055                                                              
MQVLIKKIIGNPVAYEIDNYDRVEDIKAKIQAQEGVPLNQQDLIYSGMRLINGSTIQDYSLKRNDTIHLIIRMTGF    
>Tvag_XP_001304410                                                              
MLDKVKLNPSQYSAFLLNLSNRFGRDDMLYILNHARTTEFKNRTEARIVSDTISTILGINTIQNLFSYYMETSKDLEYKI
RFRITEEKYHNFIIKPETTALDLKRMISKELGIDLSQKDIYFAGHILRDEKNLTKKGVKPGSWLDLIEYLINPTNSKICH
IFIKTLTGRHITLKVRLCIDILGVKRLIHGVEGIPPDQQRLIFAGKQLEDGNALEDYSIQQDSTLHLVLRLRGGKPVIYL
YPEEETDVKVSIDTKDVEFPFVYPSFDHDHTWEVRAFPNGDIVHKDRHYPSLFWETLFYPTFDSDEGFVIEGRNVVSFFE
EKLRQINLSDHEIFDFVTFWCPKLVDMKYIKITFHFSDYSEQFPLSISPAPKNINRLFFCATPLSSPIDIPAPTLPVFAR
DGFTVIEWGGTIVSEDDRAILK                                                          
>Tvag_XP_001304346                                                              
MELDWEAIGANISKYIDNEGFLAARTPQEICKILSHAKLSPCEFTTLFTNLSRYHGKANMLTMLLCARTNEFKTKEQAIE
VSDTISSILGIRLLDSVFSVFKNNNRETDIRALPQQKEKPNIDTSNQIVVKIITGKIIKFTDIDLKQKVVDFKKLIQERV
NICYDQQRLIYCGRILDDEFTLDDYGVHYGSILTLVLKLLGGKPVIYLYPKEEIDAKVNIKINDGEFSFVYPSFDEKNTW
NVKALPSGEIIHRGKKMRYLFWETLFYPNLKLDKGFCIKGEESVSFFEDRLKSMNLNDTEICDFITYWSPKLCGYKYVKI



CFQFQNFDEMCPMNVEPKPDNINRVFFAALPLDNPCDIEPQELPVFKRDGFTVIEWGGTIVTEKL               
>Tvag_XP_001303898                                                              
MSGQFTIRCFLVSGENYDIRVTNNETISALMEELSSMTGVPVENQMILLNGSLLDPSSTIESCKIQPGDSIHLTINVVGG
Y                                                                               
>Tvag_XP_001301991                                                              
MLINCEYVKGENHTIYVKKLNSVAECKNVLAQEIDVEPDRINFVYQGKLLINERTIDSYGVTDGTKIFYTLKPKIEKPLP
AKKKEEEMPSIFDGITDNPLIQGMMKTFKENPDMAASALKGISGFKEDTNNVDMNYAFNDGETFSEVLDLFSKGNKRQAA
KTMDNMLNMASAADPGMLHTINRYMNSFDTSDALDNLYGANNIKMVIPDNNLSAPAESPLPESPAPQPNFFMMQPQQQPA
PPRINELPEFTSGLDKIRRGIRVLQSRGFVMNDSRKLFRNCEAEKRRRIVNSLPPYQKSNYLGNAQLLYSRGFLNLDDNI
FALYANNNDIRMALQYLMDLERQ                                                         
>Tvag_XP_001301622                                                              
MFVEVEIDGKDRKNVDIQENTTVHDVKERISSLIDVPIDNLELQFNEKKLNDDDNINGVINAESRLIKCLISTNNDSSED
LLKYENIFPFEDTMYSSSSFPYYSESNSIVHRKYKNDPESFESSIIYIQNMGFPHKFAKHALRYTKYDVKAAIALLCGVT
IEELEGRLKPDEDEVEEEAAEENTEKRNNTAKTDESESDSAESSDDDSYSRGRKKSHKKEKVDPDSNPTYATHWTPEQDE
LLYSKWMKYGSDWTRILKYFPGRTKAAVSLHWNASLRQKMIQSGRLTYNDLVRMKVRAPIAIDLASSTSDTKPVRRTSGR
SRRSKRKMIDDTTSSSSSNEEESSNSSNDASDNNNNSKSDSSNSDSPKEEQKQEIEPVRKRPGRKPKKEITVWTEEDDEN
LFNAWMNFGNDWGQISTSLQGRDMTELAVRWNTVVKPRYISEGKLTEEMLRSKNSRAYSHMRQKENPYGEEEKKAEKKKN
DGSDNESNEEETDEEDNDSSDSSDAQPEDSRRGRRRRSKSARSWTTEMDKILFEKWKIYGNDWGRYQKIFPDRTAVAIQL
HWSTKLKKSLIKKGLLDPNTKPPRGLDSDTEEK                                               
>Tvag_XP_001300610                                                              
MKVAIKTISNKTYDIDIETSKNVLDLKKALEQKFSIELKQINLIYHRKILRDDQTLESLNYKPNEFIILHKQVNGANILE
PKKVNPSRKDMDRKNRSKHSLDYPPGSFPPESTLVDFDAEEESSNMEEELGSDQSESEQYSETETGDNDFYNNLSLEGKK
VFNTFEKKGYGEDKFKELFEKCGSSYENMKKKYFELFGEQYPAFDS                                  
>Tvag_XP_001299833                                                              
MLIYVHTVSGRKHQLEVEPSITIAAIKEELLQREGISIEQQRLLFRGQNLTDNQTVETAHISAGEVLHMVLALRAG    
>Tvag_XP_001299693                                                              
MFINAPALKRQENSFKIIHNKTEYSVDPIKMAENSKFFAEKLLMSKDNKFEINDMHSETAFDTFIKMCNYQDANFNFEDN
IELQSIIDEWKCDKIRTHLSHIIVDNPHFYAKEDPFVERPHDQSKEQISMKKVEKPPEPQPKTPETPKKKVESASITPIQ
FKLPNTKNIEKALPATPNAKVDQPPVSQSIKLHIKTRTGNLYSISINLSDTVEKLKRNLVQRTGIPINQQLLYFKSDILK
NDSTISSLKLENRSRVYLERLDETLKGDEITIIVQHQSCSDVPYYISGSRKVDDLLTQIRFKESRNPPFDVMFNGKVLNP
QNTISSYGITDHSSVLLVFRK                                                           
>Tvag_XP_001299927                                                              
MQIFVKTLTGKHITLEVEPTDRIEDVKAKIQDKEGIPPDQQRLIFAGKQLEDGNTLQDYSIQKDSTLHLVLRLRGGMQIF
VKTLTGKHITLEVEPTDRIEDVKAKIQDKEGIPPDQQRLIFAGKQLEDGNTLQDYSIQKDSTLHLVLRLRGGL       
>Glam_XP_001706718                                                              
MGGFYMQIFVKTLTGKTVTLEVEPTDTINNIKAKIQDKEGIPPDQQRLIFSGKQLEDNRTLQDYSIQKDATLHLVLRLRG
GN                                                                              
>Glam_XP_001706036                                                              
MSDRLQFTIVHVAERRKFKITVRVEDVPNVRVRMLKKSIFQATGIPVDCQALYLNKQLLSDRMTGSELELSPETTFVLHT
STPAQEEQLDIRDQDNPTDGAAYGDEKSKSRGRSRSRSRSRSRGKGQTSHSNRRDTFGAPLFEGHNGTIDGYHPKSMNPP
INELNTTAENLSSPNVINAHMASRDATLQSAATRHFTIPTKDCTRSSPRIQRGSTDKRSTTQSIGLCNSSTSSLRDDSVK
SIVVKAAGRSSSQQKTCKTSSTRSVIKSSYFEPPVSYPKMQSAKSTKKRSQPQKPQTPQKSPHQSGAVTVSPRKRLSNSN
YEPCPPKGESYSPTDSPPLIPATNHYTKTKELTTSRISLTDLHGSDRMYASTQPEFPAKTTKITVPQPSVVDLQLHQSIL
SASKGGLLEKPELTPHARLADSEMEETTAESKVANDSDYPSFTEDDIELLRQMNDDSRADIQLVENISVQNMTRDHASQK
QPHLTEELALVSELQEQVTLIKQEMDTIKRTIASTPTSNAVVDESVLSAHTLQGSKKLCNQFQEAPMSDWSLFKHKYDEE
LAALKLEVEQLRNARDLARSSSNTATHQPPPTSESHLDTTKATRDTFGTLTTDESIELDVNDVARRSSNTTPTTIRPRQS
DGPPRPPSAKVLGITKSQQNSSLLAIQTIKQQIEAERAELTEILQNLEVYSLMDTFFDIEIEIANIEHSNMTQALEESRT
SLADIQNKLSYALSKTPTFTPDVRKSAEISLDYGMFQREYTRLQGLMVVENKQRKTLHNTLEEMKGSIRVIVRMRPMLQH
EKEELKTSKFRSFNYRNAFIFKDEHTLQLKLPYGVASQENYSFDFYKILDETKTQEDVFHDMSHLLKSVIDGYNVCVLAY
GCTGSGKTFTLIGDDSETAVAESVVMSMQKDPEEKNPYERLGLLPRSIVELFNLIEADTSQSQRYELRCAMIEHYLDNIL
DLLHTEDDTRTQLPSFNSDKLVVRQTAKGETYIQNLSYKTVASAEELVGYLGYGLERRHIAATKLNSLSSRSHTVFLIEI
TSYRETAKGTRTARSVLTFADLAGSENVTKSHSNGLRLKEAQHINTSLCALGDVIAALSRKKVASYVPYRNNKLTMILQQ
SLGNNSKTLLFANISPLPNLLYETLSTLSFAARVKNVKNVAVKNLTSIESDQ                            
>Glam_XP_001705938                                                              
MLLKVQLTTGYILTLDVAPTETILDIKNKVYDQEGIHPAQQKMLYLAQQLQNTTTVEEANLKAGITIQLVVNLRGG    
>Glam_XP_001704256                                                              
MKHLEVNTGANCFSYKKAMTETFSLRIIKVDDHQEWTVSVTTDATIDMLIGLVAESTGIERGQFRLVFRGRIISNLPPGH
LINECGINSTNNSIILVQRRSHNLDPPAERQSTQALPQAHAADEQPTIEEIAPNVYRLRRPVDVASLRMSVSPEMSNVNP
VDIARDILQGLFTVQDGSGSRVAPPASGTFTTTLRSNSTERSGDTSNPMVALTTLLHNLYSDESPNDGTSDSYNAVINIT
TNTTAPSEGASSSPQQIVSPTEHATVSVLIPTDAQNQQSRATPTDGATHGPVLTAFHVPSVPNTTPINGRSLNAPRRGQF
SSRPVGSADRAPFSQIFLGSIPGQGSTYPRDALRYSSNSTQTERVLLPFGSGPVRHECNSNVSSITGPRPARKNRQQGST
AISKARRCLQRARDVRYLHTDELQALLSDLSDMSSTLSTDINIFMQKLTSLNRRTTPSVNHSHEVKRGRSGLSTSTTSAV



VVGGHPVTQSLVIPLHGHDQLRGSTTNYFHESIRKRILNLMGMLIHINAAIPHCIDALRNSLSNSMLQIAAHRSGISSDS
PITEFGNNELFNEFIYRITTNEFEERNLPSTDGDSDDSSYDWDDKSCTASFLTE                          
>Glam_XP_001707715                                                              
MLDLCIKNPLDKSVDFELSVPDTALVDDLRTQVGLKLSVDPSLVRLIYSGQMLVGSKPLSHFGISSGSVIHISVKKAKIA
VPTPAQTAPPVSAEQTQQPAPFQSTAPQSQPQQQQQQPQFPAAPGDLFSNANMNSMDSVFSLLSGNPMVRSLLGNKDFVR
QHIINSPMMREMLQSNPELAAHMQSPEAIEMFTELMCNPDKLQAALRDVDSSITQMSTTPGGAAMLERLRHDMNRLQANL
QSMERPPIDLFGLNRSQDADEPTEEQRADSLRAYEYLQNLFNSESNSLFTNLFNAASQEGLFSYTLGRTNPRFSESGFPM
TYSQMLQNEIVEGPIFPPPTVQDGGLGSRGFGAINPDAMMDLIRSNPMMAEMFREMARNPELIRQQFNSPLFQHMIRQQF
GNSPYVTELLNNPDLLSSVMDRYLNTGTSSTSNNRQMSQPRTQSENSFSSTLDQLRQRFTKELDEVHSMGIYGRDEEVLQ
LLSQYGGNLEYVLNILFQ                                                              
>Glam_XP_001704341                                                              
MQLIVRSLDRTVALTASPADSLTSIRQRLLAVYSGHVVDSQRFVFAGRTLDEAKTLGDYSIGESSVLDLVPRLFGGVMEP
TLINLAREYNQNMMICRHCYARNPLRATNCRRCRGTNLRKKKLSKYA                                 
>Tcru_XP_807112                                                                 
MATVKVKWGKELLELTVSLQSTVGAFKEKLQQLTQVPAERQKIMGLKANASKDDATLSQVGVTDGKTLMLLGAAAEPPQT
KEPPPSPAAASNTTAVQAPAAATRTPTGLRNIANTCYMNAAVQMLHLVPELIELLQSRKNDTLLHSMGELYKTMEANKDP
VTPLLFWNALIMQNSTFGEVDEHGHPMQHDAQEVLNTILQQLNNGIQETHKNLFSGTMKRTSVCKEIPDDVSEASDLPFL
MLSCNINAEVQMLETGLYASFNETIPVRSEKLAREVLYSRTSRISILPEYLFVHLVRFSWRADTQKKAKILKPVSFPLVL
DTFTLCTDALKESMQEERGRVLARRDKELERRRQARQKTQFDVTTNAEEVSTGAMAGDAHNIGNKSGYYELCGVISHKGR
SAESGHYVFWGKPEDQWFVYDDEHVASVTEEDVKRLSGVGEAHIAYVLMYRSRDPRTKATTIPL                
>Tcru_XP_819426                                                                 
MVPCHNKDAVGAAEIRVAVTHAGQKMVLVFPAATATVGNLKNELARRSGVPREKQRLMFGGPVLKRHRREGRNEVRLMDL
IAAEPPGTAGGGEAGASLPAVTIPVMLIGSATAVPHINEEAMAQLHRLVSTTVEVDSRWYRCSYSKGYARQVAFVCRTCV
RSGRANPAHAICYACADVCHASHDVEEWGVRYYMRCDCCTAACWHNVEKNNKETENKNGEETPQGVQGEGEEQEQQQCCF
IVDSATGLPPATSVVPMNSKNRYPRTLSSWCYCECEENSPADDADGGGVVCMLCASCYWSSHMTRLCSDAFRRVPCYGDV
FEGVLVAFLCRTCDTLVCTPCRLRCHKDHDVDPEYIFPSRKDGTGNGAPEGVEFSCGCRGCCSIAEFVPEEEAGDAALYM
PMPSDVAIEIMNNDPFMGFICARCMQEYPWILENDPRQCYGGELPERVPVEQHKRIVSCGMDADAPCPSDVYPFHGMLFP
VDAFTEEMTCKCTPCREAYERFVPRATTATINEMMLPLHDNCDHCGNTIRDEQAFMCQTCELQHDRTFFVCRRCNRLRLA
KGLPPLGGAGSSAGGGDNQNGRTSSTHEAIDINPSVFNDYDDDDNNNNNMAPNDDHDVAPWDHPISHVFMEDTYENLFSL
CGMQIMHNLDAASQAYVLENIDATGASFEGAVQRTFGHTPLVFDPDEVAKHHQQLLQQNEESNDQNCGANASAVSRQKRS
RGNENGGSNKSRNIDAEGHSKEELSEKDGEE                                                 
>Tcru_XP_821825                                                                 
MLVKVKTVSNKVIEVASLNEENTIAELKEKLEESEGIPGKMIRLVYQGKQLEDGKRIKEYPIAAGATLHMVVALRAGT  
>Tcru_XP_817290                                                                 
MTNKKKMSNSETGGTRCVYVLSDIDGFKYRLVMEGDVRLLTTSKLKRYLQNATGLSAQQQELSFRGRVMQDGECGGDVGL
VDGAVLQLRHVKGMRRTNSGDGRRVNRLPSSSMSMGGVAHRGRSSVVDAASCASPTAGLLTPLQGSHPRDGQNGGEAFTS
PPPREMNYRSKRMGREAHALEIENARLEERLLEMERRLANASSDWRLQEEIEQLKGIIAQLLREKEAVGRSAEEKWRAKE
EELVKELDLMREERRRLHREQTLFEEEQRALVRSLEEQVRSQQQRLLEQGTTITQQTRQRQPAMNVAEKVEKSLKQLSLE
LNIPQLHLDDNDTCVLPLGDGTNILVTLDTITERLFMYAVIANSLPSNAGKRLELFEMLLEGALLGRDMATGGVGVCLRN
ELIIMNVCVDIVHADEYALASIARPFMESVQHWSEAVKKMMPEKKN                                  
>Tcru_XP_813577                                                                 
MRINVSGVRPEHTISDLEVDLDAGVEGLRRTVAERIGAAPERLRLIHMGRLIDDSRPLGSFLHEGATIHAVITQGAPPPS
DSSSRGNNSGNNEQGGVPVMNLLEFANFWRGIPDPLLSFIQQSVSSMVGPTAGRTPVIIQGGIMGSGMGPHPMDNSQQQQ
QQQQQQREQEPQSQQQQQQQQQSPLEGQPQQQHRFSFSYAVPTPEALAPSPVHIHVHVSLDELEQLPERLERFRRRMQAS
GSTASVHVERGPLPHGATSSAQPAAPRTAESNNGNRGSDNNAPAGSRNLASNALPETIGELTNALIGTAEEEEESGLPQL
CVIAFSNANVATLFPLLQGDFSFFAASRERLVEAVRQWGEQPEGEARRTQRENRRRFVEDQVAQAIEALQGNLSFMEFIE
RARRPQCNFLSELKSYLILAHEEIASAILNPTVDIDQWTTGLRVAFVRIAGIAAERASVWFEGGLSVLYELIPLMLQTMI
SQALNARTQWISQVIPMMRLSLTGFIPAWHAEYMSQHRRDTDSILFEEAAAAQEQRKEEDDLLDDCLDEFCTDRAEGGGN
GTAANSHAGANTDEVRSALHAFRGASEEEEEDICRRARRFRYEERPANAFNASTMWKHLKKQ                  
>Tcru_XP_810308                                                                 
MKIVLRSIVGSEQVREVTPDTNIETVKKFLEDEYNTDSLRLCYNGAIPENSKTMTELGVQENAVFIIAGNKRNKNKPQAK
PATSVPPPQTKTNSSFEPTSVGHGQGEGAITEPATSGAGGASGGITEPQQGAEPPPSEAAPSQGLALHGVDPTLVDNIIA
MGFEDREQVALALRAAYMNPDRAVEFLCTGIPSDVLQRMNEPAINPSASSERMSSLTDRLTSHMRQDDSDSALYNALMQI
PQFGEIRSIVQANPESLPTVVQQLRIHHPEVIGLIQQDLEGFLRIMGNPGQTEFTTSTGGGGDVPPDSVSIPLREEERVA
IQRLVELGGGAWTEEDAIEAYRACEESEEAAAHLLFSNFFE                                       
>Tcru_XP_809998                                                                 
MRINVSGVRPEHTISDLEVDLDAGVEGLRRTVAERIGAAPERLRLIHMGRLIDESRPLGSFLHEGATIHAVITQGAPPPS
DSSSRGNNSGNNEQGGIPVMNLLEFANFWRGIPDPLLSFIQQSVSSMVGPTAGRTPVIIQGGIMGSGMGAHSMDNSQQQQ
QQQQREQEPQSQQQQQQQQQQQQQSPMEGQPQQQHRFSFSYAVPTPEALAPSPVHIHVHVSLDELEQLPERLERFRRRMQ
ASGSTASVHVERGPLPHGATPSAQPAAPRTAESNNGNRGSDNNAPAGSRNLASNALPETIGELTNALIGATEEEEESGLP
QLCVIAFSNANVATLFPLLQGDFSFFAASRERLVEAVRQWGEQPEGEARRTQQENRRRFVEDQVAQAIEALQGNLSFMEF
IERARRPQCNFLSELKSYLILAHEEIASAILNPTVDIDQWTTGLRVAFVRIAGIAAERASVWFEGGLSVLYELIPLMLQT



MISQALNARTQWISQVIPMMRLSLTGFIPAWHAEYMSQHRRDTDSILFEEAAAAQEQRKEEDDLLDDCLDEFCTDRVEGG
GNGTAANSHAGANTDEVRSALHAFRGASEEEEEDICRRARRFRYEERPANAFNASTMWNHLKKQ                
>Tcru_XP_808764                                                                 
MATVKVKWGKELLEITVSLQSTVGAFKEKLLQLTQVPVERQKIMGLKANASKDDATLSQVGVTDGKTLMLLGAAAEPPQT
KEPPPSPAAASNTTAVQAPAAATRMPTGLRNIANTCYMNAAVQMLHLVPELIELLQSRKNDTLLHSMGELYKTMEANKDP
VTPLLFWNALIMQNSTFGEVDEHGHPMQHDAQEVLNTILQQLNNGIQETHKNLFSGTMKRTSVCKEIPDDVSEASDLPFL
MLSCNINAEVQMLETGLYASFNETISVRSEKLAREVLYSRTSRISILPEYLFVHLVRFSWRADTQKKAKILKPVSFPLVL
DTFTLCTDALKESMQEERGRVLARRDKELERRRQARQKTQFDVTTNAEEVSTGAMAGDAHKIGNKSGYYELCGVISHKGR
SAESGHYVFWGKPEDQWFVYDDEHVASVTEEDVKRLSGVGEAHIAYVLMYRSRDPRTKATTIPL                
>Tcru_XP_808060                                                                 
MNAAAAEEEHPPLKIEFDSNVELTIHGAFLPTARLLQCDPVAHVSVSTLRKTISVRGASCVSVGGKAVATNTVATEHHVA
STRRQYFTSKPAFNEMVRFVVPGTRVHLPVERLSRVGVQKQPGVSTDDMDGEQSVEQRVLITLEDAHGGAYGQAVCPFFL
HAPSSSTQPVRIMLQPRNAHDKFDLLFKKDVATLAEHGVDDFGFVTISWKISLSPHGGALITASPTSVDQPTFPVGLVLR
ATWLVPGHTYQRGTQYTTSVEFGSQDRFVFDGANPLFLTIQNATQLERAIFHCTIQNVMNHANSHDVVTALPIQPMASFA
MERDVWWTTAVRAASGTDLGLLIASIRLVRRPLGGETPMCTEERCSLINDPAHQAQYAHVARDWGRPPPDVPSGAYQPIF
WESDQHIARANERRWRRDRIVEANPSMEHVRHLLDVIMGRATLDPGVARVVSVFFNQKSSGFSPQELMQFLITCAFHVKG
MTPLEAARFCFFALRRDMEHAIARDDVIFMLEHSLIEHTIEMPEMELRRRVVEIFGDTTYVIFDDFVRYFIHNYAMWYAF
GVPVTVSGERSSRGGDVAPQLNPTLTLLKADGEPNAKARAPTAATTVSISGAAPVSASTSTTAATPAAAITTATTQKAVP
HDESVWRTFIARVQHSNKAFSVTAHVNDTIFDVMVMVQNSTGIRAACQEWRAGNVALDPKCRLGSTELGLGGNEVAAPEV
IIIARDEAVRLVMVYKEKGFRWEVRLPSSERVLKLRALVQHKTMIPLTRCVLRAHGSCLMDRHPLAHYNLQDGDVVTITQ
E                                                                               
>Tcru_XP_807329                                                                 
MKIVLRSIVGSEQVREVTPDTNVETVKKFLEDEYNTDSLRLCYNGAILENSKTMTELGVKENAVFIIAGNKRNKNKPQAK
PATSAPPPQTKTNSSFEPTSVGRGQWEGAITDPATSGAGGAPGGIAESRQGAEPPPSEAAPSQGLALHGIDPTLVDNIIA
MGFEDREQVALALRAAYMNPDRAVEFLCTGIPSDVLQRMNEPAINPSASSERMSSLTDRLTSHMRQDDSDSALYNALMQI
PQFGEIRSIVQANPESLPTVVQQLRIHHPEVIGLIQQDLEGFLRIMGNPGQTEFTTSTGGGVDVPPDSVSIPLREEERVA
VQRLVELGGGAWTEEDAIEAYRACEESEEAAAHLLFSNFFE                                       
>Tcru_XP_806565                                                                 
MSVTIKLSNGSQKTVEVPDLNITVAKFKEIASAVTNIPADEQRIVLRGRVLKDGDVLSAMGMEHGQAVHIVRGQKSTKSD
VAPSSAQESASVQETQTNTNPQARAETVNPYAALAANLPASGGFSNNIPGNPNPGMQMPPELLSNMLQNPAFMQYFQEMM
RNPQFLQQRMQQPQQQSQSQSPFGMNEGEMQRLLNNPMFMQFVLQMMSDPSIMQQLTQSLGGGFPASNTPLFGQQNAPAP
NFAQNTGFFQPQGDPRVLYQSQLQQLREMGFTNEQANLAALEQAHGNIDFAIERLLNA                      
>Tcru_XP_804350                                                                 
RCSLINDPAHQAQYAHVARDWGRPPPDVPSGAYQPIFWESDQHIARANERRWRRDCIVEANPSMEHVRHLLDVIMGRATL
DPGVARVVSVFFNQKSSGFSPQELMQFLVTCAFHVKGMTPLEAARFCFFALRRDMEHAIARDDVIFMLEHSLIEHTIEMP
EMELRRRVVDIFGDTTYVIFDDFVRYFIHNYAMWYAFGVPVTVSGERSGRGGDVAPQLNPTLTLLKADGEPNAKARAPTA
ATTVSTSGAAPVSASTSTTAATPAAAITTATTQKTVPHDESVWRTFIARVQHSNKAFSVTAHVNDTIFDVMVMVQNSTGI
RAACQEWRAGNVALDPKCRLGSTELGLGGNEVAAPEVIIIARDEAVRLVMVYKEKGFRWEVRLPSSEKVLKLRALVQHKT
MIPLTRCVLRAHGSCLMDRHPLAHYNLQDGDVVTITQE                                          
>Tcru_XP_804053                                                                 
MSVTIKLSNGSQKTVEVPDLNITVAKFKEIASAVTNIPADEQRVVLRGRVLKDGDVLSAMGMEHGQAVHIVRGQKSTKSD
VASPSAQESASTQETQTNTNPQARPETVNPYAALAANLPASGGFSNNIPGNPNPGLQMPPELLSNMLQNPAFMQYFQEMM
RNPQFLQQRMQQPQQQSQSQSPFGMNEGEMQRLLNNPMFMQLVLQMMSDPSIMQQLTQSLGGGFPASNTPLFGQQNAPAP
NFAQNTGFFQPQGDPRVLYQSQLQQLREMGFTNEQANLAALEQAHGNIDFAIERLLNA                      
>Tcru_XP_802413                                                                 
MFFFFVPVSFLHGIGLRQRRDEVTRTHTHQRLKETTTHRKIILQAGALQMATVKVKWGKELLEITVSLQSTVGAFKEKLL
QLTQVPVERQKIMGLKANASKDDATLSQVGVTDGKTLMLLGAAAEPPQTKEPPPSPAAASNTTAVQAPAAATRMPTGLRN
IANTCYMNAAVQMLHLVPELIELLQSRKNDTLLHSMGELYKTMEANK                                 
>Lmaj_XP_001686933                                                              
MQIFVKTLTGKTIALEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEEGRTLSDYNIQKESTLHLVLRLRGGMQIF
VKTLTGKTIALEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEEGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTL
TGKTIALEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEEGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKT
IALEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEEGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIALE
VEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEEGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIVLEVEPS
DTIENVKAKIQDKEGIPPDQQRLIFAGKQLEEGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIALEVEPSDTIE
NVKAKIQDKEGIPPDQQRLIFAGKQLEEGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIALEVEPSDTIENVKA
KIQDKEGIPPDQQRLIFAGKQLEEGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIALEVEPSDTIENVKAKIQD
KEGIPPDQQRLIFAGKQLEEGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIALEVEPSDTIENVKAKIQDKEGI
PPDQQRLIFAGKQLEEGRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTIALEVEPSDTIENVKAKIQDKEGIPPDQ
QRLIFAGKQLEEGRTLSDYNIQKESTLHLVLRLRGGC                                           
>Lmaj_XP_001686310                                                              
MTFSFSVISTTGQRISISVLGPDNTVGDIKAKLEETEGIPQKMIMLVHSGRKLEDNATLEECNIHAGITINMVLALRAGR



>Lmaj_XP_001685189                                                              
MQIFVKTLTGKTIALEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLEEGRTLSDYNIQKESTLHLVLRLRGGVMEP
TLVALAKKYNWEKKVCRRCYARLPVRATNCRKKACGHCSNLRMKKKLR                                
>Lmaj_XP_001684392                                                              
MAAKREFYVDFEVKFGKMVVSLEMPASATVHDLKHRLEEQTHVRLDKQRLLLNLPVLKAKHRDPPHDTVVRLLFPTELVN
RCEQHDGPVAQHVKVSAMLLGSAETAPAVNVAATSEISRLVATTVEHDGRWYRCSYARGYLRQTAYVCRTCIDEGRADPQ
HALCLACAEFCHGNHEVEEWGVRYYMRCDCCTQKCWRPPADPEAAAEAAAKRRAGLYSSPSVASATASGSEVRAVQMRDI
EERTTRKRARSTSPLTPKRSRGSSPVSGIRMATIPPADMPEVILHHSTAAGAAAASLVGAFRPSQDASRALPSSSAFSPG
PSPPLAAADQADASTRVSNGRAFVGKRVSDSGDEGGDIHGDHGEGEHSDALPSPLPELSRCAFVVDSKTKKAPVESVLPT
NRHNRYPRDPFNWCYCKNAYPSDDPECGGIACMLCCSCYWSTHITRLHTYQYRRMPCYGDVLLGDTVVFKCTTCNTHVCV
PCRYRCHKDHNVEEALVTPSKDDGTDNSGPEGVRFSCGCRGRCAIAEEVAAEMIDDESTFDPIPDSVATELMNDDVFTGF
VCAYCMQEHPWIATEDPLRCYHGQLPPMAPAKKAVLACGIKSAVPHSADMEDSDVFPYHGMLLPVNAFTDATTCSCKLCR
SAFDQFAPRATENATEMIMELHDHCDHCGKSVKDQQAFMCRTCEMNLDNTFFICKDCNAMRELLVQNVNRVRALAGPQND
ETPPQADERVEGEMGEVTAEGSEFDAAINSVDDEALPEAGGYDHDLSHEFIEDTFENLYALCGMQILQNMDPEMQEYVAS
NWDPMVNQVEVANTLSQSLGQIPLQFDEDELREMAVLNQKPNEAQGRK                                
>Lmaj_XP_001686626                                                              
MAVTIKLANGSQHTVEVPDFSITVAEFKKQIAEALEIPASEQRIIMRGKVLKDDGVLSAIGMEDGNVIHVVRSKKNVAVP
SSTNASSTLAASDPTSSPNVQPSTTTPAQPVPAPAAANPYAALMSNFGAPQTQQPAPGAPGFPAAGNPFAGMGMRMGMGG
GMGGAVNPTPQQAMELMQNPMMQQMMQQALNNPQFMQYIIQNSPQLAGLPQDQQQAIIEMMQNPYMMQQAMAMMGGLGGA
GGVPPATSQAASTPAVGAGFNPAMFAPLAPQGNPREVYREQLQLLRDMGFPNEEANIAALQQAQGNVQFALERLLGA   
>Lmaj_XP_001684998                                                              
MAKIKVKWGKENLTMEVDLGSTVGAFKEALKAETGVPVEKQKLMGLKPSMNKDDATLSAAGLVTGKTVMLIGSAESTATV
PTVQAAVVEANETGGYTATAPTSNGLKNIANTCYLNSALQMMRSIPEIREVLDVYRGDNALLQQLGAVLQLLESTKDAVM
PLQFWTTLVQTNPTFGERNEHGGFIQQDSQEVLNMLLQAVNAVLPEKYAHLFEGKLHQTLTCVDDPADKGKESDVPFTML
SCNITGEVQTLEAGLEHAFDEHFTAPCEALQKDAARFTRVSRLTEAPEYVFVHMVRFSWRGDIQKKAKILKPITFPFILD
TTIISTEALKAAQKPVREDIRERRDTELARRCRPRAEEKPSPVDKPEEEKVPLILRNESGYYDLCGVISHKGRSADGGHY
VYWGKKADTWLVYDDEHVAAVSEEDVKRLRGVGEAHIAYVLLYRSRDPVTRTPVIPL                       
>Lmaj_XP_001684939                                                              
MKVILKTITGKQHEVDVEATSTILDVKRLLEDEYEPASLRLCFNGAVLEDSMMLADAGVKDNDSLVLAGRKRKIPKPPAP
QTAETPTTEAAPESSAPASSTPPPAMSAPALTTTSPATSAAPVDPPAPAVPTAAAAPVTSTTPAGPAVPAAPAASTTNTY
GVAPNLIDEVASMGFEDRSQIALALRAAFMNVERAVEYLFEGIPSHLVEELAPFSAPAAPAAAPGASNPSASSATAVAPA
SASPAPAATPSSAESEMRAALSRIPQFDEIRILYNQNTDTLPVVMQQIALRHPAVYEQIERDPEVFLSIMSESGQPGTAS
APAGSAAPSTAQAVAGDAEESSFMNQLQSGLELTAEDRTAVQQLVELGGGMWDEQSAALVYLATQRNQEVAASVLFEHGG
VPAELLAEIATQMVDEEAEDYEDEQ                                                       
>Lmaj_XP_001681817                                                              
MRIQVRGTAPYNSDDVVVLEGLTVAELRNSLMVRFNIDAATHSIRLLYRGRLMQDANSVTSYGVEEGSTVHIVVQPRQPE
GGNNGGGEEHSAAPNQQHQFTMPQFSFGTAGNSGYNYVSGGGFSWQPFASTIASSISTAFQQHQQTAAQGASMPSATPPA
SDNSPHMTFSYEMGSNVPRSDGTAAAGIAGGSGSDAAAAAAANPAVAATVNAFTSQLPWLISSVLSNSLNGNAGAQQSQQ
QQQQQPFTAGATPAETVGETVAPAGPAPGGTGAGASADAAAPGQREASTPSPAAPQPPAAPAPAPAAAAGGAAPQPTFHF
TTAASPPRMDVFVGNAAPSMSPPQYPQQQSTVVHIHVHCTPEELDTMPERLQRLSTQIPVGHATLQADTTDRNSYRQPTR
QEQQQQQQQPRTTTAFQANNTSASSASDTQTPWINEAMSTVLATLGMPQLMQLAAGNYNVLANLRVPLQEQVRRRLNGTD
ESPAAVVHVVQNEARQLSERILSMSAVQNLMTQQTAAATSAGRTVAEASQRVEMFRQELPRYLEHFYVSVMQHLSRSSAN
AAEWSRDLRNIVVRYVGMVLSRSARWFEGGSGALQTAMANIMQTLLQSSGVQQQYPMLQAFSSMLSPMLQSLLGQWEREY
DQSMRRSDDSLQFEQDAPQEPTSPPQAQVKAPAASTFDCAATAPSLIAESVSDLLTAGNADTLDGAAHMDDDFEDLAKEL
MEDADNDAPQPAKKAVTPKSWPLETPSSDVSAVASQTRLASAVEEWEEACDVPHSVADRVRAMATRYTEARVMQASPNNT
AESASAPQAPPPLHAGGPQNSSTREHSGDWVMWEANPYGNSASGR                                   
                                                                                
                                                                                
*******zf-C3HC4_2***********                                                    
>Hsap_ENSP00000217740                                                           
MGSVLSTDSGKSAPASATARALERRRDPELPVTSFDCAVCLEVLHQPVRTRCGHVFCRSCIATSLKNNKWTCPYCRAYLP
SEGVPATDVAKRMKSEYKNCAECDTLVCLSEMRAHIRTCQKYIDKYGPLQELEETAARCVCPFCQRELYEDSLLDHCITH
HRSERRPVFCPLCRLIPDENPSSFSGSLIRHLQVSHTLFYDDFIDFNIIEEALIRRVLDRSLLEYVNHSNTT        
>Hsap_ENSP00000230099                                                           
MASTTSTKKMMEEATCSICLSLMTNPVSINCGHSYCHLCITDFFKNPSQKQLRQETFCCPQCRAPFHMDSLRPNKQLGSL
IEALKETDQEMSCEEHGEQFHLFCEDEGQLICWRCERAPQHKGHTTALVEDVCQGYKEKLQKAVTKLKQLEDRCTEQKLS
TAMRITKWKEKVQIQRQKIRSDFKNLQCFLHEEEKSYLWRLEKEEQQTLSRLRDYEAGLGLKSNELKSHILELEEKCQGS
AQKLLQNVNDTLSRSWAVKLETSEAVSLELHTMCNVSKLYFDVKKMLRSHQVSVTLDPDTAHHELILSEDRRQVTRGYTQ
ENQDTSSRRFTAFPCVLGCEGFTSGRRYFEVDVGEGTGWDLGVCMENVQRGTGMKQEPQSGFWTLRLCKKKGYVALTSPP
TSLHLHEQPLLVGIFLDYEAGVVSFYNGNTGCHIFTFPKASFSDTLRPYFQVYQYSPLFLPPPGD               
>Hsap_ENSP00000244061                                                           
MAAQQRDCGGAAQLAGPAAEADPLGRFTCPVCLEVYEKPVQVPCGHVFCSACLQECLKPKKPVCGVCRSALAPGVRAVEL



ERQIESTETSCHGCRKNFFLSKIRSHVATCSKYQNYIMEGVKATIKDASLQPRNVPNRYTFPCPYCPEKNFDQEGLVEHC
KLFHSTDTKSVVCPICASMPWGDPNYRSANFREHIQRRHRFSYDTFVDYDVDEEDMMNQVLQRSIIDQ            
>Hsap_ENSP00000244360                                                           
MWWRDLTRLRLWLKREAIPGEGRKAAKVNAGVGEKGIYTASSRGGPPSARSKAVTVVAEGAASRSWLSMDAPELGPGLVE
RLEQLATCPLCGGSFEDPVLLACEHSFCRACLARRWGTPPATGTEASPTACPCCGLPCPRRSLRSNVRLAVEVRISRELR
EKLAEPGARAGRRRGGRIPTMGCLDLPGEDMRKTWRRFEVPTSKSSNSEDDLPEDYPVVKKMLHRLTADLTLDPGTAHRR
LLISADRRSVQLAPPGTPAPPDGPKRFDQLPAVLGAQGFGAGRHCWEVETADAASCRDSSGEDADDEESHYAVGAAGESV
QRKGCVRLCPAGAVWAVEGRGGRLWALTAPEPTLLGGVEPPPRRIRVDLDWERGRVAFYDGRSLDLLYAFQAPGPLGERI
FPLFCTCDPRAPLRIVPAES                                                            
>Hsap_ENSP00000254436                                                           
MASAARLTMMWEEVTCPICLDPFVEPVSIECGHSFCQECISQVGKGGGSVCPVCRQRFLLKNLRPNRQLANMVNNLKEIS
QEAREGTQGERCAVHGERLHLFCEKDGKALCWVCAQSRKHRDHAMVPLEEAAQEYQEKLQVALGELRRKQELAEKLEVEI
AIKRADWKKTVETQKSRIHAEFVQQKNFLVEEEQRQLQELEKDEREQLRILGEKEAKLAQQSQALQELISELDRRCHSSA
LELLQEVIIVLERSESWNLKDLDITSPELRSVCHVPGLKKMLRTCAVHITLDPDTANPWLILSEDRRQVRLGDTQQSIPG
NEERFDSYPMVLGAQHFHSGKHYWEVDVTGKEAWDLGVCRDSVRRKGHFLLSSKSGFWTIWLWNKQKYEAGTYPQTPLHL
QVPPCQVGIFLDYEAGMVSFYNITDHGSLIYSFSECAFTGPLRPFFSPGFNDGGKNTAPLTLCPLNIGSQGSTDY     
>Hsap_ENSP00000254816                                                           
MDGSGPFSCPICLEPLREPVTLPCGHNFCLACLGALWPHRGASGAGGPGGAARCPLCQEPFPDGLQLRKNHTLSELLQLR
QGSGPGSGPGPAPALAPEPSAPSALPSVPEPSAPCAPEPWPAGEEPVRCDACPEGAALPAALSCLSCLASFCPAHLGPHE
RSPALRGHRLVPPLRRLEESLCPRHLRPLERYCRAERVCLCEACAAQEHRGHELVPLEQERALQEAEQSKVLSAVEDRMD
ELGAGIAQSRRTVALIKSAAVAERERVSRLFADAAAALQGFQTQVLGFIEEGEAAMLGRSQGDLRRQEEQRSRLSRARQN
LSQVPEADSVSFLQELLALRLALEDGCGPGPGPPRELSFTKSSQAVRAVRDMLAVACVNQWEQLRGPGGNEDGPQKLDSE
ADAEPQDLESTNLLESEAPRDYFLKFAYIVDLDSDTADKFLQLFGTKGVKRVLCPINYPLSPTRFTHCEQVLGEGALDRG
TYYWEVEIIEGWVSMGVMAEDFSPQEPYDRGRLGRNAHSCCLQWNGRSFSVWFHGLEAPLPHPFSPTVGVCLEYADRALA
FYAVRDGKMSLLRRLKASRPRRGGIPASPIDPFQSRLDSHFAGLFTHRLKPAFFLESVDAHLQIGPLKKSCISVLKRR  
>Hsap_ENSP00000261593                                                           
MAEDLSAATSYTEDDFYCPVCQEVLKTPVRTTACQHVFCRKCFLTAMRESGAHCPLCRGNVTRRERACPERALDLENIMR
KFSGSCRCCAKQIKFYRMRHHYKSCKKYQDEYGVSSIIPNFQISQDSVGNSNRSETSTSDNTETYQENTSSSGHPTFKCP
LCQESNFTRQRLLDHCNSNHLFQIVPVTCPICVSLPWGDPSQITRNFVSHLNQRHQFDYGEFVNLQLDEETQYQTAVEES
FQVNI                                                                           
>Hsap_ENSP00000261658                                                           
MEEPQKSYVNTMDLERDEPLKSTGPQISVSEFSCHCCYDILVNPTTLNCGHSFCRHCLALWWASSKKTECPECREKWEGF
PKVSILLRDAIEKLFPDAIRLRFEDIQQNNDIVQSLAAFQKYGNDQIPLAPNTGRANQQMGGGFFSGVLTALTGVAVVLL
VYHWSSRESEHDLLVHKAVAKWTAEEVVLWLEQLGPWASLYRERFLSERVNGRLLLTLTEEEFSKTPYTIENSSHRRAIL
MELERVKALGVKPPQNLWEYKAVNPGRSLFLLYALKSSPRLSLLYLYLFDYTDTFLPFIHTICPLQEDSSGEDIVTKLLD
LKEPTWKQWREFLVKYSFLPYQLIAEFAWDWLEVHYWTSRFLIINAMLLSVLELFSFWRIWSRSELKTVPQRMWSHFWKV
STQGLFVAMFWPLIPQFVCNCLFYWALYFNPIINIDLVVKELRRLETQVL                              
>Hsap_ENSP00000262294                                                           
MDEQSVESIAEVFRCFICMEKLRDARLCPHCSKLCCFSCIRRWLTEQRAQCPHCRAPLQLRELVNCRWAEEVTQQLDTLQ
LCSLTKHEENEKDKCENHHEKLSVFCWTCKKCICHQCALWGGMHGGHTFKPLAEIYEQHVTKVNEEVAKLRRRLMELISL
VQEVERNVEAVRNAKDERVREIRNAVEMMIARLDTQLKNKLITLMGQKTSLTQETELLESLLQEVEHQLRSCSKSELISK
SSEILMMFQQVHRKPMASFVTTPVPPDFTSELVPSYDSATFVLENFSTLRQRADPVYSPPLQVSGLCWRLKVYPDGNGVV
RGYYLSVFLELSAGLPETSKYEYRVEMVHQSCNDPTKNIIREFASDFEVGECWGYNRFFRLDLLANEGYLNPQNDTVILR
FQVRSPTFFQKSRDQHWYITQLEAAQTSYIQQINNLKERLTIELSRTQKSRDLSPPDNHLSPQNDDALETRAKKSACSDM
LLEGGPTTASVREAKEDEEDEEKIQNEDYHHELSDGDLDLDLVYEDEVNQLDGSSSSASSTATSNTEENDIDEETMSGEN
DVEYNNMELEEGELMEDAAAAGPAGSSHGYVGSSSRISRRTHLCSAATSSLLDIDPLILIHLLDLKDRSSIENLWGLQPR
PPASLLQPTASYSRKDKDQRKQQAMWRVPSDLKMLKRLKTQMAEVRCMKTDVKNTLSEIKSSSAASGDMQTSLFSADQAA
LAACGTENSGRLQDLGMELLAKSSVANCYIRNSTNKKSNSPKPARSSVAGSLSLRRAVDPGENSRSKGDCQTLSEGSPGS
SQSGSRHSSPRALIHGSIGDILPKTEDRQCKALDSDAVVVAVFSGLPAVEKRRKMVTLGANAKGGHLEGLQMTDLENNSE
TGELQPVLPEGASAAPEEGMSSDSDIECDTENEEQEEHTSVGGFHDSFMVMTQPPDEDTHSSFPDGEQIGPEDLSFNTDE
NSGR                                                                            
>Hsap_ENSP00000262843                                                           
MGESPASVVLNASGGLFSLKMETLESELTCPICLELFEDPLLLPCAHSLCFSCAHRILVSSCSSGESIEPITAFQCPTCR
YVISLNHRGLDGLKRNVTLQNIIDRFQKASVSGPNSPSESRRERTYRPTTAMSSERIACQFCEQDPPRDAVKTCITCEVS
YCDRCLRATHPNKKPFTSHRLVEPVPDTHLRGITCLDHENEKVNMYCVSDDQLICALCKLVGRHRDHQVASLNDRFEKLK
QTLEMNLTNLVKRNSELENQMAKLIQICQQVEVNTAMHEAKLMEECDELVEIIQQRKQMIAVKIKETKVMKLRKLAQQVA
NCRQCLERSTVLINQAEHILKENDQARFLQSAKNIAERVAMATASSQVLIPDINFNDAFENFALDFSREKKLLEGLDYLT
APNPPSIREELCTASHDTITVHWISDDEFSISSYELQYTIFTGQANFISKSWCSWGLWPEIRKCKEAVSCSRLAGAPRGL
YNSVDSWMIVPNIKQNHYTVHGLQSGTRYIFIVKAINQAGSRNSEPTRLKTNSQPFKLDPKMTHKKLKISNDGLQMEKDE
SSLKKSHTPERFSGTGCYGAAGNIFIDSGCHYWEVVMGSSTWYAIGIAYKSAPKNEWIGKNASSWVFSRCNSNFVVRHNN
KEMLVDVPPHLKRLGVLLDYDNNMLSFYDPANSLHLHTFDVTFILPVCPTFTIWNKSLMILSGLPAPDFIDYPERQECNC
RPQESPYVSGMKTCH                                                                 



>Hsap_ENSP00000263666                                                           
MGFELDRFDGDVDPDLKCALCHKVLEDPLTTPCGHVFCAGCVLPWVVQEGSCPARCRGRLSAKELNHVLPLKRLILKLDI
KCAYATRGCGRVVKLQQLPEHLERCDFAPARCRHAGCGQVLLRRDVEAHMRDACDARPVGRCQEGCGLPLTHGEQRAGGH
CCARALRAHNGALQARLGALHKALKKEALRAGKREKSLVAQLAAAQLELQMTALRYQKKFTEYSARLDSLSRCVAAPPGG
KGEETKSLTLVLHRDSGSLGFNIIGGRPSVDNHDGSSSEGIFVSKIVDSGPAAKEGGLQIHDRIIEVNGRDLSRATHDQA
VEAFKTAKEPIVVQVLRRTPRTKMFTPPSESQLVDTGTQTDITFEHIMALTKMSSPSPPVLDPYLLPEEHPSAHEYYDPN
DYIGDIHQEMDREELELEEVDLYRMNSQDKLGLTVCYRTDDEDDIGIYISEIDPNSIAAKDGRIREGDRIIQINGIEVQN
REEAVALLTSEENKNFSLLIARPELQLDEGWMDDDRNDFLDDLHMDMLEEQHHQAMQFTASVLQQKKHDEDGGTTDTATI
LSNQHEKDSGVGRTDESTRNDESSEQENNGDDATASSNPLAGQRKLTCSQDTLGSGDLPFSNESFISADCTDADYLGIPV
DECERFRELLELKCQVKSATPYGLYYPSGPLDAGKSDPESVDKELELLNEELRSIELECLSIVRAHKMQQLKEQYRESWM
LHNSGFRNYNTSIDVRRHELSDITELPEKSDKDSSSAYNTGESCRSTPLTLEISPDNSLRRAAEGISCPSSEGAVGTTEA
YGPASKNLLSITEDPEVGTPTYSPSLKELDPNQPLESKERRASDGSRSPTPSQKLGSAYLPSYHHSPYKHAHIPAHAQHY
QSYMQLIQQKSAVEYAQSQMSLVSMCKDLSSPTPSEPRMEWKVKIRSDGTRYITKRPVRDRLLRERALKIREERSGMTTD
DDAVSEMKMGRYWSKEERKQHLVKAKEQRRRREFMMQSRLDCLKEQQAADDRKEMNILELSHKKMMKKRNKKIFDNWMTI
QELLTHGTKSPDGTRVYNSFLSVTTV                                                      
>Hsap_ENSP00000263925                                                           
MNQPESANDPEPLCAVCGQAHSLEENHFYSYPEEVDDDLICHICLQALLDPLDTPCGHTYCTLCLTNFLVEKDFCPMDRK
PLVLQHCKKSSILVNKLLNKLLVTCPFREHCTQVLQRCDLEHHFQTSCKGASHYGLTKDRKRRSQDGCPDGCASLTATAP
SPEVSAAATISLMTDEPGLDNPAYVSSAEDGQPAISPVDSGRSNRTRARPFERSTIRSRSFKKINRALSVLRRTKSGSAV
ANHADQGRENSENTTAPEVFPRLYHLIPDGEITSIKINRVDPSESLSIRLVGGSETPLVHIIIQHIYRDGVIARDGRLLP
GDIILKVNGMDISNVPHNYAVRLLRQPCQVLWLTVMREQKFRSRNNGQAPDAYRPRDDSFHVILNKSSPEEQLGIKLVRK
VDEPGVFIFNVLDGGVAYRHGQLEENDRVLAINGHDLRYGSPESAAHLIQASERRVHLVVSRQVRQRSPDIFQEAGWNSN
GSWSPGPGERSNTPKPLHPTITCHEKVVNIQKDPGESLGMTVAGGASHREWDLPIYVISVEPGGVISRDGRIKTGDILLN
VDGVELTEVSRSEAVALLKRTSSSIVLKALEVKEYEPQEDCSSPAALDSNHNMAPPSDWSPSWVMWLELPRCLYNCKDIV
LRRNTAGSLGFCIVGGYEEYNGNKPFFIKSIVEGTPAYNDGRIRCGDILLAVNGRSTSGMIHACLARLLKELKGRITLTI
VSWPGTFL                                                                        
>Hsap_ENSP00000264926                                                           
MDSLAESRWPPGLAVMKTIDDLLRCGICFEYFNIAMIIPQCSHNYCSLCIRKFLSYKTQCPTCCVTVTEPDLKNNRILDE
LVKSLNFARNHLLQFALESPAKSPASSSSKNLAVKVYTPVASRQSLKQGSRLMDNFLIREMSGSTSELLIKENKSKFSPQ
KEASPAAKTKETRSVEEIAPDPSEAKRPEPPSTSTLKQVTKVDCPVCGVNIPESHINKHLDSCLSREEKKESLRSSVHKR
KPLPKTVYNLLSDRDLKKKLKEHGLSIQGNKQQLIKRHQEFVHMYNAQCDALHPKSAAEIVREIENIEKTRMRLEASKLN
ESVMVFTKDQTEKEIDEIHSKYRKKHKSEFQLLVDQARKGYKKIAGMSQKTVTITKEDESTEKLSSVCMGQEDNMTSVTN
HFSQSKLDSPEELEPDREEDSSSCIDIQEVLSSSESDSCNSSSSDIIRDLLEEEEAWEASHKNDLQDTEISPRQNRRTRA
AESAEIEPRNKRNRN                                                                 
>Hsap_ENSP00000267291                                                           
MAAPPSPGRTADQADQVCTFLFKKPGRKGAAGLRKRPACDPEHGESSSSGDEGDTVAQPPRVAPRPRGLHSWQKAAHGDR
RGEEAAPESLDVVYRSTRSAKPVGPEDMGATADFEQDTEKEHHTPTILKCSQRVQEALRGREHDHIYRGIHSYLRYLKPK
DTSMGNSSSGMARKGPIRAPGHLRATVRWDYQPDICKDYKETGFCGFGDSCKFLHDRSDYKLGWEIERELEEGRYCICED
ENHEVGSEEEEIPFRCFICRQAFQNPVVTKCRHYFCESCALEHFRATPRCYICDQPTGGIFNPAKELMAKLQKLQAAEGK
KR                                                                              
>Hsap_ENSP00000272395                                                           
MDSDFSHAFQKELTCVICLNYLVDPVTICCGHSFCRPCLCLSWEEAQSPANCPACREPSPKMDFKTNILLKNLVTIARKA
SLWQFLSSEKQICGTHRQTKKMFCDMDKSLLCLLCSNSQEHGAHKHHPIEEAAEEHREKLLKQMRILWKKIQENQRNLYE
EGRTAFLWRGNVVLRAQMIRNEYRKLHPVLHKEEKQHLERLNKEYQEIFQQLQRSWVKMDQKSKHLKEMYQELMEMCHKP
DVELLQDLGDIVARSESVLLHMPQPVNPELTAGPITGLVYRLNRFRVEISFHFEVTNHNIRLFEDVRSWMFRRGPLNSDR
SDYFAAWGARVFSFGKHYWELDVDNSCDWALGVCNNSWIRKNSTMVNSEDIFLLLCLKVDNHFNLLTTSPVFPHYIEKPL
GRVGVFLDFESGSVSFLNVTKSSLIWSYPAGSLTFPVRPFFYTGHR                                  
>Hsap_ENSP00000274773                                                           
MAAVGPRTGPGTGAEALALAAELQGEATCSICLELFREPVSVECGHSFCRACIGRCWERPGAGSVGAATRAPPFPLPCPQ
CREPARPSQLRPNRQLAAVATLLRRFSLPAAAPGEHGSQAAAARAAAARCGQHGEPFKLYCQDDGRAICVVCDRAREHRE
HAVLPLDEAVQEAKELLESRLRVLKKELEDCEVFRSTEKKESKELLKQMAAEQEKVGAEFQALRAFLVEQEGRLLGRLEE
LSREVAQKQNENLAQLGVEITQLSKLSSQIQETAQKPDLDFLQEFKSTLSRCSNVPGPKPTTVSSEMKNKVWNVSLKTFV
LKGMLKKFKEDLRGELEKEEKVELTLDPDTANPRLILSLDLKGVRLGERAQDLPNHPCRFDTNTRVLASCGFSSGRHHWE
VEVGSKDGWAFGVARESVRRKGLTPFTPEEGVWALQLNGGQYWAVTSPERSPLSCGHLSRVRVALDLEVGAVSFYAVEDM
RHLYTFRVNFQERVFPLFSVCSTGTYLRIWP                                                 
>Hsap_ENSP00000276893                                                           
MWIQVRTIDGSKTCTIEDVSRKATIEELRERVWALFDVRPECQRLFYRGKQLENGYTLFDYDVGLNDIIQLLVRPDPDHL
PGTSTQIEAKPCSNSPPKVKKAPRVGPSNQPSTSARARLIDPGFGIYKVNELVDARDVGLGAWFEAHIHSVTRASDGQSR
GKTPLKNGSSCKRTNGNIKHKSKENTNKLDSVPSTSNSDCVAADEDVIYHIQYDEYPESGTLEMNVKDLRPRARTILKWN
ELNVGDVVMVNYNVESPGQRGFWFDAEITTLKTISRTKKELRVKIFLGGSEGTLNDCKIISVDEIFKIERPGAHPLSFAD
GKFLRRNDPECDLCGGDPEKKCHSCSCRVCGGKHEPNMQLLCDECNVAYHIYCLNPPLDKVPEEEYWYCPSCKTDSSEVV
KAGERLKMSKKKAKMPSASTESRRDWGRGMACVGRTRECTIVPSNHYGPIPGIPVGSTWRFRVQVSEAGVHRPHVGGIHG



RSNDGAYSLVLAGGFADEVDRGDEFTYTGSGGKNLAGNKRIGAPSADQTLTNMNRALALNCDAPLDDKIGAESRNWRAGK
PVRVIRSFKGRKISKYAPEEGNRYDGIYKVVKYWPEISSSHGFLVWRYLLRRDDVEPAPWTSEGIERSRRLCLRLQYPAG
YPSDKEGKKPKGQSKKQPSGTTKRPISDDDCPSASKVYKASDSAEAIEAFQLTPQQQHLIREDCQNQKLWDEVLSHLVEG
PNFLKKLEQSFMCVCCQELVYQPVTTECFHNVCKDCLQRSFKAQVFSCPACRHDLGQNYIMIPNEILQTLLDLFFPGYSK
GR                                                                              
>Hsap_ENSP00000282003                                                           
MAQTVQNVTLSLTLPITCHICLGKVRQPVICINNHVFCSICIDLWLKNNSQCPACRVPITPENPCKEIIGGTSESEPMLS
HTVRKHLRKTRLELLHKEYEDEIDCLQKEVEELKSKNLSLESQIKTILDPLTLVQGNQNEDKHLVTDNPSKINPETVAEW
KKKLRTANEIYEKVKDDVDKLKEANKKLKLENGGLVRENLRLKAEVDNRSPQKFGRFAVAALQSKVEQYERETNRLKKAL
ERSDKYIEELESQVAQLKNSSEEKEAMNSICQTALSADGKGSKGSEEDVVSKNQGDSARKQPGSSTSSSSHLAKPSSSRL
CDTSSARQESTSKADLNCSKNKDLYQEQVEVMLDVTDTSMDTYLEREWGNKPSDCVPYKDEELYDLPAPCTPLSLSCLQL
STPENRESSVVQAGGSKKHSNHLRKLVFDDFCDSSNVSNKDSSEDDISRSENEKKSECFSSPKTGFWDCCSTSYAQNLDF
ESSEGNTIANSVGEISSKLSEKSGLCLSKRLNSIRSFEMNRTRTSSEASMDAAYLDKISELDSMMSESDNSKSPCNNGFK
SLDLDGLSKSSQGSEFLEEPDKLEEKTELNLSKGSLTNDQLENGSEWKPTSFFLLSPSDQEMNEDFSLHSSSCPVTNEIK
PPSCLFQTEFSQGILLSSSHRLFEDQRFGSSLFKMSSEMHSLHNHLQSPWSTSFVPEKRNKNVNQSTKRKIQSSLSSASP
SKATKS                                                                          
>Hsap_ENSP00000284637                                                           
MDESALLDLLECPVCLERLDASAKVLPCQHTFCKRCLLGIVGSRNELRCPECRTLVGSGVEELPSNILLVRLLDGIKQRP
WKPGPGGGSGTNCTNALRSQSSTVANCSSKDLQSSQGGQQPRVQSWSPPVRGIPQLPCAKALYNYEGKEPGDLKFSKGDI
IILRRQVDENWYHGEVNGIHGFFPTNFVQIIKPLPQPPPQCKALYDFEVKDKEADKDCLPFAKDDVLTVIRRVDENWAEG
MLADKIGIFPISYVEFNSAAKQLIEWDKPPVPGVDAGECSSAAAQSSTAPKHSDTKKNTKKRHSFTSLTMANKSSQASQN
RHSMEISPPVLISSSNPTAAARISELSGLSCSAPSQVHISTTGLIVTPPPSSPVTTGPSFTFPSDVPYQAALGTLNPPLP
PPPLLAATVLASTPPGATAAAAAAGMGPRPMAGSTDQIAHLRPQTRPSVYVAIYPYTPRKEDELELRKGEMFLVFERCQD
GWFKGTSMHTSKIGVFPGNYVAPVTRAVTNASQAKVPMSTAGQTSRGVTMVSPSTAGGPAQKLQGNGVAGSPSVVPAAVV
SAAHIQTSPQAKVLLHMTGQMTVNQARNAVRTVAAHNQERPTAAVTPIQVQNAAGLSPASVGLSHHSLASPQPAPLMPGS
ATHTAAISISRASAPLACAAAAPLTSPSITSASLEAEPSGRIVTVLPGLPTSPDSASSACGNSSATKPDKDSKKEKKGLL
KLLSGASTKRKPRVSPPASPTLEVELGSAELPLQGAVGPELPPGGGHGRAGSCPVDGDGPVTTAVAGAALAQDAFHRKAS
SLDSAVPIAPPPRQACSSLGPVLNESRPVVCERHRVVVSYPPQSEAELELKEGDIVFVHKKREDGWFKGTLQRNGKTGLF
PGSFVENI                                                                        
>Hsap_ENSP00000285805                                                           
MAWQVSLLELEDWLQCPICLEVFKESLMLQCGHSYCKGCLVSLSYHLDTKVRCPMCWQVVDGSSSLPNVSLAWVIEALRL
PGDPEPKVCVHHRNPLSLFCEKDQELICGLCGLLGSHQHHPVTPVSTVCSRMKEELAALFSELKQEQKKVDELIAKLVKN
RTRIVNESDVFSWVIRREFQELRHPVDEEKARCLEGIGGHTRGLVASLDMQLEQAQGTRERLAQAECVLEQFGNEDHHEF
IWKFHSMASR                                                                      
>Hsap_ENSP00000288774                                                           
MAPAAASPPEVIRAAQKDEYYRGGLRSAAGGALHSLAGARKWLEWRKEVELLSDVAYFGLTTLAGYQTLGEEYVSIIQVD
PSRIHVPSSLRRGVLVTLHAVLPYLLDKALLPLEQELQADPDSGRPLQGSLGPGGRGCSGARRWMRHHTATLTEQQRRAL
LRAVFVLRQGLACLQRLHVAWFYIHGVFYHLAKRLTGITYQALRPDPLRVLMSVAPSALQLRVRSLPGEDLRARVSYRLL
GVISLLHLVLSMGLQLYGFRQRQRARKEWRLHRGLSHRRASLEERAVSRNPLCTLCLEERRHPTATPCGHLFCWECITAW
CSSKAECPLCREKFPPQKLIYLRHYR                                                      
>Hsap_ENSP00000291416                                                           
MACSLKDELLCSICLSIYQDPVSLGCEHYFCRRCITEHWVRQEAQGARDCPECRRTFAEPALAPSLKLANIVERYSSFPL
DAILNARRAARPCQAHDKVKLFCLTDRALLCFFCDEPALHEQHQVTGIDDAFDELQRELKDQLQALQDSEREHTEALQLL
KRQLAETKSSTKSLRTTIGEAFERLHRLLRERQKAMLEELEADTARTLTDIEQKVQRYSQQLRKVQEGAQILQERLAETD
RHTFLAGVASLSERLKGKIHETNLTYEDFPTSKYTGPLQYTIWKSLFQDIHPVPAALTLDPGTAHQRLILSDDCTIVAYG
NLHPQPLQDSPKRFDVEVSVLGSEAFSSGVHYWEVVVAEKTQWVIGLAHEAASRKGSIQIQPSRGFYCIVMHDGNQYSAC
TEPWTRLNVRDKLDKVGVFLDYDQGLLIFYNADDMSWLYTFREKFPGKLCSYFSPGQSHANGKNVQPLRINTVRI     
>Hsap_ENSP00000296098                                                           
MNFTVGFKPLLGDAHSMDNLEKQLICPICLEMFSKPVVILPCQHNLCRKCANDVFQASNPLWQSRGSTTVSSGGRFRCPS
CRHEVVLDRHGVYGLQRNLLVENIIDIYKQESSRPLHSKAEQHLMCEEHEEEKINIYCLSCEVPTCSLCKVFGAHKDCEV
APLPTIYKRQKKQDLTLLPRLECSGTNTTYCSLDLPSSSDPPILASQNTKIIDSELSDGIAMLVAGNDRVQAVITQMEEV
CQTIEDNSRRQKQLLNQRFESLCAVLEERKGELLQALAREQEEKLQRVRGLIRQYGDHLEASSKLVESAIQSMEEPQMAL
YLQQAKELINKVGAMSKVELAGRPEPGYESMEQFTVRVEHVAEMLRTIDFQPGASGEEEEVAPDGEEGSAGPEEERPDGP
>Hsap_ENSP00000296161                                                           
MASHLRPPSPLLVRVYKSGPRVRRKLESYFQSSKSSGGGECTVSTQEHEAPGTFRVEFSERAAKERVLKKGEHQILVDEK
PVPIFLVPTENSIKKNTRPQISSLTQSQAETPSGDMHQHEGHIPNAVDSCLQKIFLTVTADLNCNLFSKEQRAYITTLCP
SIRKMEGHDGIEKVCGDFQDIERIHQFLSEQFLESEQKQQFSPSMTERKPLSQQERDSCISPSEPETKAEQKSNYFEVPL
PYFEYFKYICPDKINSIEKRFGVNIEIQESSPNMVCLDFTSSRSGDLEAARESFASEFQKNTEPLKQECVSLADSKQANK
FKQELNHQFTKLLIKEKGGELTLLGTQDDISAAKQKISEAFVKIPVKLFAANYMMNVIEVDSAHYKLLETELLQEISEIE
KRYDICSKVSEKGQKTCILFESKDRQVDLSVHAYASFIDAFQHASCQLMREVLLLKSLGKERKHLHQTKFADDFRKRHPN
VHFVLNQESMTLTGLPNHLAKAKQYVLKGGGMSSLAGKKLKEGHETPMDIDSDDSKAASPPLKGSVSSEASELDKKEKGI
CVICMDTISNKKVLPKCKHEFCAPCINKAMSYKPICPTCQTSYGIQKGNQPEGSMVFTVSRDSLPGYESFGTIVITYSMK



AGIQTEEHPNPGKRYPGIQRTAYLPDNKEGRKVLKLLYRAFDQKLIFTVGYSRVLGVSDVITWNDIHHKTSRFGGPEMYG
YPDPSYLKRVKEELKAKGIE                                                            
>Hsap_ENSP00000298772                                                           
MDVMELLEEDLTCPICCSLFDDPRVLPCSHNFCKKCLEGILEGSVRNSLWRPAPFKCPTCRKETSATGINSLQVNYSLKG
IVEKYNKIKISPKMPVCKGHLGQPLNIFCLTDMQLICGICATRGEHTKHVFCSIEDAYAQERDAFESLFQSFETWRRGDA
LSRLDTLETSKRKSLQLLTKDSDKVKEFFEKLQHTLDQKKNEILSDFETMKLAVMQAYDPEINKLNTILQEQRMAFNIAE
AFKDVSEPIVFLQQMQEFREKIKVIKETPLPPSNLPASPLMKNFDTSQWEDIKLVDVDKLSLPQDTGTFISKIPWSFYKL
FLLILLLGLVIVFGPTMFLEWSLFDDLATWKGCLSNFSSYLTKTADFIEQSVFYWEQVTDGFFIFNERFKNFTLVVLNNV
AEFVCKYKLL                                                                      
>Hsap_ENSP00000299440                                                           
MAASFPPTLGLSSAPDEIQHPHIKFSEWKFKLFRVRSFEKTPEEAQKEKKDSFEGKPSLEQSPAVLDKADGQKPVPTQPL
LKAHPKFSKKFHDNEKARGKAIHQANLRHLCRICGNSFRADEHNRRYPVHGPVDGKTLGLLRKKEKRATSWPDLIAKVFR
IDVKADVDSIHPTEFCHNCWSIMHRKFSSAPCEVYFPRNVTMEWHPHTPSCDICNTARRGLKRKSLQPNLQLSKKLKTVL
DQARQARQHKRRAQARISSKDVMKKIANCSKIHLSTKLLAVDFPEHFVKSISCQICEHILADPVETNCKHVFCRVCILRC
LKVMGSYCPSCRYPCFPTDLESPVKSFLSVLNSLMVKCPAKECNEEVSLEKYNHHISSHKESKEIFVHINKGGRPRQHLL
SLTRRAQKHRLRELKLQVKAFADKEEGGDVKSVCMTLFLLALRARNEHRQADELEAIMQGKGSGLQPAVCLAIRVNTFLS
CSQYHKMYRTVKAITGRQIFQPLHALRNAEKVLLPGYHHFEWQPPLKNVSSSTDVGIIDGLSGLSSSVDDYPVDTIAKRF
RYDSALVSALMDMEEDILEGMRSQDLDDYLNGPFTVVVKESCDGMGDVSEKHGSGPVVPEKAVRFSFTIMKITIAHSSQN
VKVFEEAKPNSELCCKPLCLMLADESDHETLTAILSPLIAEREAMKSSELMLELGGILRTFKFIFRGTGYDEKLVREVEG
LEASGSVYICTLCDATRLEASQNLVFHSITRSHAENLERYEVWRSNPYHESVEELRDRVKGVSAKPFIETVPSIDALHCD
IGNAAEFYKIFQLEIGEVYKNPNASKEERKRWQATLDKHLRKKMNLKPIMRMNGNFARKLMTKETVDAVCELIPSEERHE
ALRELMDLYLKMKPVWRSSCPAKECPESLCQYSFNSQRFAELLSTKFKYRYEGKITNYFHKTLAHVPEIIERDGSIGAWA
SEGNESGNKLFRRFRKMNARQSKCYEMEDVLKHHWLYTSKYLQKFMNAHNALKTSGFTMNPQASLGDPLGIEDSLESQDS
MEF                                                                             
>Hsap_ENSP00000299563                                                           
MAAAGPSTRASSAAAAAALSRRGRRGRCDETAAAKTGAPGPASGPSLLVLSPPLLQPPLPPRPEESGCAGCLEPPGEAAA
LPCGHSLCRGCAQRAADAAGPGCPRCRARGPGWARRRARDDGQADSEVLGECARRSQPERCRPRRDGGAAAAGPRPEQEP
RAAPAEPDFIFRAPIKLSKPGELREEYESLRKLREEKLQEEKPSEDQIHKLLPEDTETGKRKMDEQKKRDEPLVLKTNLE
RCPARLSDSENEEPSRGQMTQTHRSAFVSKNNSYSLAFLAGKLNSKVERSQSCSDTAQERAKSRVRAVPGNKAKVTTMTP
ASNPIIGVLLSTQNNRCVSAPDLTIEKRLPFSSLSSLASLHKPERSVSPESNDSISEELNHFKPIVCSPCTPPKRLPDGR
VLSPLIIKSTPRNLNRSLQKQTSYEASPRILKKWEQIFQERQIKKTLSKATLTSLAPEMGEELLGSEGIHSSKEKPLVAV
NTRLSGGQVLSEYTGPTSADLDHFPSVSQTKAEQDSDNKSSTEIPLETCCSSELKGGGSGTSLEREQFEGLGSTPDAKLD
KTCISRAMKITTVNSVLPQNSVLGGVLKTKQQLKTLNHFDLTNGVLVESLSEEPLPSLRRGRKRHCKTKHLEQNGSLKKL
RQTSGEVGLAPTDPVLREMEQKLQQEEEDRQLALQLQRMFDNERRTVSRRKGSVDQYLLRSSNMAGAK            
>Hsap_ENSP00000300747                                                           
MDPTALVEAIVEEVACPICMTFLREPMSIDCGHSFCHSCLSGLWEIPGESQNWGYTCPLCRAPVQPRNLRPNWQLANVVE
KVRLLRLHPGMGLKGDLCERHGEKLKMFCKEDVLIMCEACSQSPEHEAHSVVPMEDVAWEYKWELHEALEHLKKEQEEAW
KLEVGERKRTATWKIQVETRKQSIVWEFEKYQRLLEKKQPPHRQLGAEVAAALASLQREAAETMQKLELNHSELIQQSQV
LWRMIAELKERSQRPVRWMLQDIQEVLNRSKSWSLQQPEPISLELKTDCRVLGLREILKTYAADVRLDPDTAYSRLIVSE
DRKRVHYGDTNQKLPDNPERFYRYNIVLGSQCISSGRHYWEVEVGDRSEWGLGVCKQNVDRKEVVYLSPHYGFWVIRLRK
GNEYRAGTDEYPILSLPVPPRRVGIFVDYEAHDISFYNVTDCGSHIFTFPRYPFPGRLLPYFSPCYSIGTNNTAPLAICS
LDGED                                                                           
>Hsap_ENSP00000301924                                                           
MERSPDVSPGPSRSFKEELLCAVCYDPFRDAVTLRCGHNFCRGCVSRCWEVQVSPTCPVCKDRASPADLRTNHTLNNLVE
KLLREEAEGARWTSYRFSRVCRLHRGQLSLFCLEDKELLCCSCQADPRHQGHRVQPVKDTAHDFRAKCRNMEHALREKAK
AFWAMRRSYEAIAKHNQVEAAWLEGRIRQEFDKLREFLRVEEQAILDAMAEETRQKQLLADEKMKQLTEETEVLAHEIER
LQMEMKEDDVSFLMKHKSRKRRLFCTMEPEPVQPGMLIDVCKYLGSLQYRVWKKMLASVESVPFSFDPNTAAGWLSVSDD
LTSVTNHGYRVQVENPERFSSAPCLLGSRVFSQGSHAWEVALGGLQSWRVGVVRVRQDSGAEGHSHSCYHDTRSGFWYVC
RTQGVEGDHCVTSDPATSPLVLAIPRRLRVELECEEGELSFYDAERHCHLYTFHARFGEVRPYFYLGGARGAGPPEPLRI
CPLHISVKEELDG                                                                   
>Hsap_ENSP00000305161                                                           
MVSHGSSPSLLEALSSDFLACKICLEQLRAPKTLPCLHTYCQDCLAQLADGGRVRCPECRETVPVPPEGVASFKTNFFVN
GLLDLVKARACGDLRAGKPACALCPLVGGTSTGGPATARCLDCADDLCQACADGHRCTRQTHTHRVVDLVGYRAGWYDEE
ARERQAAQCPQHPGEALRFLCQPCSQLLCRECRLDPHLDHPCLPLAEAVRARRPGLEGLLAGVDNNLVELEAARRVEKEA
LARLREQAARVGTQVEEAAEGVLRALLAQKQEVLGQLRAHVEAAEEAARERLAELEGREQVARAAAAFARRVLSLGREAE
ILSLEGAIAQRLRQLQGCPWAPGPAPCLLPQLELHPGLLDKNCHLLRLSFEEQQPQKDGGKDGAGTQGGEESQSRREDEP
KTERQGGVQPQAGDGAQTPKEEKAQTTREEGAQTLEEDRAQTPHEDGGPQPHRGGRPNKKKKFKGRLKSISREPSPALGP
NLDGSGLLPRPIFYCSFPTRMPGDKRSPRITGLCPFGPREILVADEQNRALKRFSLNGDYKGTVPVPEGCSPCSVAALQS
AVAFSASARLYLINPNGEVQWRRALSLSQASHAVAALPSGDRVAVSVAGHVEVYNMEGSLATRFIPGGKASRGLRALVFL
TTSPQGHFVGSDWQQNSVVICDGLGQVVGEYKGPGLHGCQPGSVSVDKKGYIFLTLREVNKVVILDPKGSLLGDFLTAYH
GLEKPRVTTMVDGRYLVVSLSNGTIHIFRVRSPDS                                             
>Hsap_ENSP00000307031                                                           



MASGILVNVKEEVTCPICLELLTQPLSLDCGHSFCQACLTANHKKSMLDKGESSCPVCRISYQPENIRPNRHVANIVEKL
REVKLSPEGQKVDHCARHGEKLLLFCQEDGKVICWLCERSQEHRGHHTFLTEEVAREYQVKLQAALEMLRQKQQEAEELE
ADIREEKASWKTQIQYDKTNVLADFEQLRDILDWEESNELQNLEKEEEDILKSLTNSETEMVQQTQSLRELISDLEHRLQ
GSVMELLQKVSGKILRTENVTLKKPETFPKNQRRVFRAPDLKGMLEVFRELTDVRRYWVDVTVAPNNISCAVISEDKRQV
SSPKPQIIYGARGTRYQTFVNFNYCTGILGSQSITSGKHYWEVDVSKKTAWILGVCAGFQPDAMCNIEKNENYQPKYGYW
VIGLEEGVKCSAFQDSSFHTPSVPFIVPLSVIICPDRVGVFLDYEACTVSFFNITNHGFLIYKFSHCSFSQPVFPYLNPR
KCGVPMTLCSPSS                                                                   
>Hsap_ENSP00000308944                                                           
MSWMFKRDPVWKYLQTVQYGVHGNFPRLSYPTFFPRFEFQDVIPPDDFLTSDEEVDSVLFGSLRGHVVGLRYYTGVVNNN
EMVALQRDPNNPYDKNAIKVNNVNGNQVGHLKKELAGALAYIMDNKLAQIEGVVPFGANNAFTMPLHMTFWGKEENRKAV
SDQLKKHGFKLGPAPKTLGFNLESGWGSGRAGPSYSMPVHAAVQMTTEQLKTEFDKLFEDLKEDDKTHEMEPAEAIETPL
LPHQKQALAWMVSRENSKELPPFWEQRNDLYYNTITNFSEKDRPENVHGGILADDMGLGKTLTAIAVILTNFHDGRPLPI
ERVKKNLLKKEYNVNDDSMKLGGNNTSEKADGLSKDASRCSEQPSISDIKEKSKFRMSELSSSRPKRRKTAVQYIESSDS
EEIETSELPQKMKGKLKNVQSETKGRAKAGSSKVIEDVAFACALTSSVPTTKKKMLKKGACAVEGSKKTDVEERPRTTLI
ICPLSVLSNWIDQFGQHIKSDVHLNFYVYYGPDRIREPALLSKQDIVLTTYNILTHDYGTKGDSPLHSIRWLRVILDEGH
AIRNPNAQQTKAVLDLESERRWVLTGTPIQNSLKDLWSLLSFLKLKPFIDREWWHRTIQRPVTMGDEGGLRRLQSLIKNI
TLRRTKTSKIKGKPVLELPERKVFIQHITLSDEERKIYQSVKNEGRATIGRYFNEGTVLAHYADVLGLLLRLRQICCHTY
LLTNAVSSNGPSGNDTPEELRKKLIRKMKLILSSGSDEECAICLDSLTVPVITHCAHVFCKPCICQVIQNEQPHAKCPLC
RNDIHEDNLLECPPEELARDSEKKSDMEWTSSSKINALMHALTDLRKKNPNIKSLVVSQFTTFLSLIEIPLKASGFVFTR
LDGSMAQKKRVESIQCFQNTEAGSPTIMLLSLKAGGVGLNLSAASRVFLMDPAWNPAAEDQCFDRCHRLGQKQEVIITKF
IVKDSVEENMLKIQNKKRELAAGAFGTKKPNADEMKQAKINEIRTLIDL                               
>Hsap_ENSP00000309186                                                           
MLLGASWLCASKAAAAAAQSEGDEDRPGERRRRRAAATAAGAGEDMDESSLLDLLECSVCLERLDTTAKVLPCQHTFCRR
CLESIVCSRHELRCPECRILVGCGVDELPANILLVRLLDGIRQRPRAGTSPGGSPPARPIPGQSAAPTLAGGGGGAAGST
PGSPVFLSAAAGSTAGSLRELATSRTAPAAKNPCLLPYGKALYSYEGKEPGDLKFNKGDIIVLRRKVDEQWYHGELHGTQ
GFLPASYIQCIQPLPHAPPQGKALYDFEMKDKDQDKDCLTFTKDEILTVLRRVDENWAEGMLGDKIGIFPLLYVELNDSA
KQLIEMDKPCPAAASSCNASLPSDSGAVASVAPSPTLSSSGAVSAFQRRVDGKKNTKKRHSFTALSVTHRSSQAASHRHS
MEISAPVLISSSDPRAAARIGDLAHLSCAAPTQDVSSSAGSTPTAVPRAASVSGEQGTPPKVQLPLNVYLALYAYKPQKS
DELELHKGEMYRVLEKCQDGWFKGASLRTGVSGVFPGNYVTPVSRVPAGGAGPPRNNVVGGSPLAKGITTTMHPGSGSLS
SLATATRPALPITTPQAHAQHPTASPPTGSCLRHSAQPTASQARSTISTAAHSAAQAQDRPTATVSPLRTQNSPSRLPAT
SLRPHSVVSPQHSHQPPVQMCPRPAIPLTSAASAITPPNVSAANLNGEAGGGPIGVLSTSSPTNTGCKLDEKKSEKKEKK
SGLLKLLAGASTKKKSRSPPSVSPTHDPQVAVDALLQGAVGPEVSSLSIHGRAGSCPIESEMQGAMGMEPLHRKAGSLDL
NFTSPSRQAPLSMAAIRPEPKLLPRERYRVVVSYPPQSEAEIELKEGDIVFVHKKREDGWYKGTLQRNGRTGLFPGSFVE
SF                                                                              
>Hsap_ENSP00000311219                                                           
MHNFEEELTCPICYSIFEDPRVLPCSHTFCRNCLENILQASGNFYIWRPLRIPLKCPNCRSITEIAPTGIESLPVNFALR
AIIEKYQQEDHPDIVTCPEHYRQPLNVYCLLDKKLVCGHCLTIGQHHGHPIDDLQSAYLKEKDTPQKLLEQLTDTHWTDL
THLIEKLKEQKSHSEKMIQGDKEAVLQYFKELNDTLEQKKKSFLTALCDVGNLINQEYTPQIERMKEIREQQLELMALTI
SLQEESPLKFLEKVDDVRQHVQILKQRPLPEVQPVEIYPRVSKILKEEWSRTEIGQIKNVLIPKMKISPKRMSCSWPGKD
EKEVEFLKILNIVVVTLISVILMSILFFNQHIITFLSEITLIWFSEASLSVYQSLSNSLHKVKNILCHIFYLLKEFVWKI
VSH                                                                             
>Hsap_ENSP00000312675                                                           
MSAAPGLLHQELSCPLCLQLFDAPVTAECGHSFCRACLGRVAGEPAADGTVLCPCCQAPTRPQALSTNLQLARLVEGLAQ
VPQGHCEEHLDPLSIYCEQDRALVCGVCASLGSHRGHRLLPAAEAHARLKTQLPQQKLQLQEACMRKEKSVAVLEHQLVE
VEETVRQFRGAVGEQLGKMRVFLAALEGSLDREAERVRGEAGVALRRELGSLNSYLEQLRQMEKVLEEVADKPQTEFLMK
YCLVTSRLQKILAESPPPARLDIQLPIISDDFKFQVWRKMFRALMPALEELTFDPSSAHPSLVVSSSGRRVECSEQKAPP
AGEDPRQFDKAVAVVAHQQLSEGEHYWEVDVGDKPRWALGVIAAEAPRRGRLHAVPSQGLWLLGLREGKILEAHVEAKEP
RALRSPERRPTRIGLYLSFGDGVLSFYDASDADALVPLFAFHERLPRPVYPFFDVCWHDKGKNAQPLLLVGPEGAEA   
>Hsap_ENSP00000312678                                                           
METLESELTCPICLELFEDPLLLPCAHSLCFNCAHRILVSHCATNESVESITAFQCPTCRHVITLSQRGLDGLKRNVTLQ
NIIDRFQKASVSGPNSPSETRRERAFDANTMTSAEKVLCQFCDQDPAQDAVKTCVTCEVSYCDECLKATHPNKKPFTGHR
LIEPIPDSHIRGLMCLEHEDEKVNMYCVTDDQLICALCKLVGRHRDHQVAALSERYDKLKQNLESNLTNLIKRNTELETL
LAKLIQTCQHVEVNASRQEAKLTEECDLLIEIIQQRRQIIGTKIKEGKVMRLRKLAQQIANCKQCIERSASLISQAEHSL
KENDHARFLQTAKNITERVSMATASSQVLIPEINLNDTFDTFALDFSREKKLLECLDYLTAPNPPTIREELCTASYDTIT
VHWTSDDEFSVVSYELQYTIFTGQANVVSLCNSADSWMIVPNIKQNHYTVHGLQSGTKYIFMVKAINQAGSRSSEPGKLK
TNSQPFKLDPKSAHRKLKVSHDNLTVERDESSSKKSHTPERFTSQGSYGVAGNVFIDSGRHYWEVVISGSTWYAIGLAYK
SAPKHEWIGKNSASWALCRCNNNWVVRHNSKEIPIEPAPHLRRVGILLDYDNGSIAFYDALNSIHLYTFDVAFAQPVCPT
FTVWNKCLTIITGLPIPDHLDCTEQLP                                                     
>Hsap_ENSP00000317872                                                           
MSCVHYKFSSKLNYDTVTFDGLHISLCDLKKQIMGREKLKAADCDLQITNAQTKEEYTDDNALIPKNSSVIVRRIPIGGV
KSTSKTYVISRTEPAMATTKAIDDSSASISLAQLTKTANLAEANASEEDKIKAMMSQSGHEYDPINYMKKPLGPPPPSYT
CFRCGKPGHYIKNCPTNGDKNFESGPRIKKSTGIPRSFMMEVKDPNMKGAMLTNTGKYAIPTIDAEAYAIGKKEKPPFLP



EEPSSSSEEDDPIPDELLCLICKDIMTDAVVIPCCGNSYCDECIRTALLESDEHTCPTCHQNDVSPDALIANKFLRQAVN
NFKNETGYTKRLRKQLPPPPPPIPPPRPLIQRNLQPLMRSPISRQQDPLMIPVTSSSTHPAPSISSLTSNQSSLAPPVSG
NPSSAPAPVPDITATVSISVHSEKSDGPFRDSDNKILPAAALASEHSKGTSSIAITALMEEKGYQVPVLGTPSLLGQSLL
HGQLIPTTGPVRINTARPGGGRPGWEHSNKLGYLVSPPQQIRRGERSCYRSINRGRHHSERSQRTQGPSLPATPVFVPVP
PPPLYPPPPHTLPLPPGVPPPQFSPQFPPGQPPPAGYSVPPPGFPPAPANLSTPWVSSGVQTAHSNTIPTTQAPPLSREE
FYREQRRLKEEEKKKSKLDEFTNDFAKELMEYKKIQKERRRSFSRSKSPYSGSSYSRSSYTYSKSRSGSTRSRSYSRSFS
RSHSRSYSRSPPYPRRGRGKSRNYRSRSRSHGYHRSRSRSPPYRRYHSRSRSPQAFRGQSPNKRNVPQGETEREYFNRYR
EVPPPYDMKAYYGRSVDFRDPFEKERYREWERKYREWYEKYYKGYAAGAQPRPSANRENFSPERFLPLNIRNSPFTRGRR
EDYVGGQSHRSRNIGSNYPEKLSARDGHNQKDNTKSKEKESENAPGDGKGNKHKKHRKRRKGEESEGFLNPELLETSRKS
REPTGVEENKTDSLFVLPSRDDATPVRDEPMDAESITFKSVSEKDKRERDKPKAKGDKTKRKNDGSAVSKKENIVKPAKG
PQEKVDGERERSPRSEPPIKKAKEETPKTDNTKSSSSSQKDEKITGTPRKAHSKSAKEHQETKPVKEEKVKKDYSKDVKS
EKLTTKEEKAKKPNEKNKPLDNKGEKRKRKTEEKGVDKDFESSSMKISKLEVTEIVKPSPKRKMEPDTEKMDRTPEKDKI
SLSAPAKKIKLNRETGKKIGSTENISNTKEPSEKLESTSSKVKQEKVKGKVRRKVTGTEGSSSTLVDYTSTSSTGGSPVR
KSEEKTDTKRTVIKTMEEYNNDNTAPAEDVIIMIQVPQSKWDKDDFESEEEDVKSTQPISSVGKPASVIKNVSTKPSNIV
KYPEKESEPSEKIQKFTKDVSHEIIQHEVKSSKNSASSEKGKTKDRDYSVLEKENPEKRKNSTQPEKESNLDRLNEQGNF
KSLSQSSKEARTSDKHDSTRASSNKDFTPNRDKKTDYDTREYSSSKRRDEKNELTRRKDSPSRNKDSASGQKNKPREERD
LPKKGTGDSKKSNSSPSRDRKPHDHKATYDTKRPNEETKSVDKNPCKDREKHVLEARNNKESSGNKLLYILNPPETQVEK
EQITGQIDKSTVKPKPQLSHSSRLSSDLTRETDEAAFEPDYNESDSESNVSVKEEESSGNISKDLKDKIVEKAKESLDTA
AVVQVGISRNQSHSSPSVSPSRSHSPSGSQTRSHSSSASSAESQDSKKKKKKKEKKKHKKHKKHKKHKKHAGTEVELEKS
QKHKHKKKKSKKNKDKEKEKEKDDQKVKSVTV                                                
>Hsap_ENSP00000320508                                                           
MASKGPSASASPENSSAGGPSGSSNGAGESGGQDSTFECNICLDTAKDAVISLCGHLFCWPCLHQWLETRPNRQVCPVCK
AGISRDKVIPLYGRGSTGQQDPREKTPPRPQGQRPEPENRGGFQGFGFGDGGFQMSFGIGAFPFGIFATAFNINDGRPPP
AVPGTPQYVDEQFLSRLFLFVALVIMFWLLIA                                                
>Hsap_ENSP00000320898                                                           
MALPKDAIPSLSECQCGICMEILVEPVTLPCNHTLCKPCFQSTVEKASLCCPFCRRRVSSWTRYHTRRNSLVNVELWTII
QKHYPRECKLRASGQESEEVADDYQPVRLLSKPGELRREYEEEISKVAAERRASEEEENKASEEYIQRLLAEEEEEEKRQ
AEKRRRAMEEQLKSDEELARKLSIDINNFCEGSISASPLNSRKSDPVTPKSEKKSKNKQRNTGDIQKYLTPKSQFGSASH
SEAVQEVRKDSVSKDIDSSDRKSPTGQDTEIEDMPTLSPQISLGVGEQGADSSIESPMPWLCACGAEWYHEGNVKTRPSN
HGKELCVLSHERPKTRVPYSKETAVMPCGRTESGCAPTSGVTQTNGNNTGETENEESCLLISKEISKRKNQESSFEAVKD
PCFSAKRRKVSPESSPDQEETEINFTQKLIDLEHLLFERHKQEEQDRLLALQLQKEVDKEQMVPNRQKGSPDEYHLRATS
SPPDKVLNGQRKNPKDGNFKRQTHTKHPTPERGSRDKNRQVSLKMQLKQSVNRRKMPNSTRDHCKVSKSAHSLQPSISQK
SVFQMFQRCTK                                                                     
>Hsap_ENSP00000323889                                                           
MAELCPLAEELSCSICLEPFKEPVTTPCGHNFCGSCLNETWAVQGSPYLCPQCRAVYQARPQLHKNTVLCNVVEQFLQAD
LAREPPADVWTPPARASAPSPNAQVACDHCLKEAAVKTCLVCMASFCQEHLQPHFDSPAFQDHPLQPPVRDLLRRKCSQH
NRLREFFCPEHSECICHICLVEHKTCSPASLSQASADLEATLRHKLTVMYSQINGASRALDDVRNRQQDVRMTANRKVEQ
LQQEYTEMKALLDASETTSTRKIKEEEKRVNSKFDTIYQILLKKKSEIQTLKEEIEQSLTKRDEFEFLEKASKLRGISTK
PVYIPEVELNHKLIKGIHQSTIDLKNELKQCIGRLQEPTPSSGDPGEHDPASTHKSTRPVKKVSKEEKKSKKPPPVPALP
SKLPTFGAPEQLVDLKQAGLEAAAKATSSHPNSTSLKAKVLETFLAKSRPELLEYYIKVILDYNTAHNKVALSECYTVAS
VAEMPQNYRPHPQRFTYCSQVLGLHCYKKGIHYWEVELQKNNFCGVGICYGSMNRQGPESRLGRNSASWCVEWFNTKISA
WHNNVEKTLPSTKATRVGVLLNCDHGFVIFFAVADKVHLMYKFRVDFTEALYPAFWVFSAGATLSICSPK          
>Hsap_ENSP00000323913                                                           
MSASLNYKSFSKEQQTMDNLEKQLICPICLEMFTKPVVILPCQHNLCRKCASDIFQASNPYLPTRGGTTMASGGRFRCPS
CRHEVVLDRHGVYGLQRNLLVENIIDIYKQESTRPEKKSDQPMCEEHEEERINIYCLNCEVPTCSLCKVFGAHKDCQVAP
LTHVFQRQKSELSDGIAILVGSNDRVQGVISQLEDTCKTIEECCRKQKQELCEKFDYLYGILEERKNEMTQVITRTQEEK
LEHVRALIKKYSDHLENVSKLVESGIQFMDEPEMAVFLQNAKTLLKKISEASKAFQMEKIEHGYENMNHFTVNLNREEKI
IREIDFYREDEDEEEEEGGEGEKEGEGEVGGEAVEVEEVENVQTEFPGEDENPEKASELSQVELQAAPGALPVSSPEPPP
ALPPAADAPVTQGEVVPTGSEQTTESETPVPAAAETADPLFYPSWYKGQTRKATTNPPCTPGSEGLGQIGPPGSEDSNVR
KAEVAAAAASERAAVSGKETSAPAATSQIGFEAPPLQGQAAAPASGSGADSEPARHIFSFSWLNSLNE            
>Hsap_ENSP00000325677                                                           
MSGPGNKRAAGDGGSGPPEKKLSREEKTTTTLIEPIRLGGISSTEEMDLKVLQFKNKKLAERLEQRQACEDELRERIEKL
EKRQATDDATLLIVNRYWAQLDETVEALLRCHESQGELSSAPEAPGTQEGPTCDGTPLPEPGTSELRDPLLMQLRPPLSE
PALAFVVALGASSSEEVELELQGRMEFSKAAVSRVVEASDRLQRRVEELCQRVYSRGDSEPLSEAAQAHTRELGRENRRL
QDLATQLQEKHHRISLEYSELQDKVTSAETKVLEMETTVEDLQWDIEKLRKREQKLNKHLAEALEQLNSGYYVSGSSSGF
QGGQITLSMQKFEMLNAELEENQELANSRMAELEKLQAELQGAVRTNERLKVALRSLPEEVVRETGEYRMLQAQFSLLYN
ESLQVKTQLDEARGLLLATKNSHLRHIEHMESDELGLQKKLRTEVIQLEDTLAQVRKEYEMLRIEFEQNLAANEQAGPIN
REMRHLISSLQNHNHQLKGDAQRYKRKLREVQAEIGKLRAQASGSAHSTPNLGHPEDSGVSAPAPGKEEGGPGPVSTPDN
RKEMAPVPGTTTTTTSVKKEELVPSEEDFQGITPGAQGPSSRGREPEARPKRELQEREGPSLGPPPVASALSRADREKAK
VEETKRKESELLKGLRAELKKAQESQKEMKLLLDMYKSAPKEQRDKVQLMAAERKAKAEVDELRSRIRELEERDRRESKK
IADEDALRRIRQAEEQIEHLQRKLGATKQEEEALLSEMDVTGQAFEDMQEQNGRLLQQLREKDDANFKLMSERIKANQIH
KLLREEKDELGEQVLGLKSQVDAQLLTVQKLEEKERALQGSLGGVEKELTLRSQALELNKRKAVEAAQLAEDLKVQLEHV



QTRLREIQPCLAESRAAREKESFNLKRAQEDISRLRRKLEKQRKVEVYADADEILQEEIKEYKARLTCPCCNTRKKDAVL
TKCFHVFCFECVRGRYEARQRKCPKCNAAFGAHDFHRIYIS                                       
>Hsap_ENSP00000325929                                                           
MGTTSDEMVSVEQTSSSSLNPLCFECGQQHWTRENHLYNYQNEVDDDLVCHICLQPLLQPLDTPCGHTFCYKCLRNFLQE
KDFCPLDRKRLHFKLCKKSSILVHKLLDKLLVLCPFSSVCKDVMQRCDLEAHLKNRCPGASHRRVALERRKTSRTQAEIE
NENGPTLLDPAGTLSPEADCLGTGAVPVERHLTSASLSTWSEEPGLDNPAFEESAGADTTQQPLSLPEGEITTIEIHRSN
PYIQLGISIVGGNETPLINIVIQEVYRDGVIARDGRLLAGDQILQVNNYNISNVSHNYARAVLSQPCNTLHLTVLRERRF
GNRAHNHSDSNSPREEIFQVALHKRDSGEQLGIKLVRRTDEPGVFILDLLEGGLAAQDGRLSSNDRVLAINGHDLKYGTP
ELAAQIIQASGERVNLTIARPGKPQPGNTIREAGNHSSSSQHHTPPPYYSRPSSHKDLTQCVTCQEKHITVKKEPHESLG
MTVAGGRGSKSGELPIFVTSVPPHGCLARDGRIKRGDVLLNINGIDLTNLSHSEAVAMLKASAASPAVALKALEVQIVEE
ATQNAEEQPSTFSENEYDASWSPSWVMWLGLPSTLHSCHDIVLRRSYLGSWGFSIVGGYEENHTNQPFFIKTIVLGTPAY
YDGRLKCGDMIVAVNGLSTVGMSHSALVPMLKEQRNKVTLTVICWPGSLV                              
>Hsap_ENSP00000326095                                                           
MAMFRSLVASAQQRQPPAGPAGGDSGLEAQYTCPICLEVYHRPVAIGSCGHTFCGECLQPCLQVPSPLCPLCRLPFDPKK
VDKATHVEKQLSSYKAPCRGCNKKVTLAKMRVHISSCLKVQEQMANCPKFVPVVPTSQPIPSNIPNRSTFACPYCGARNL
DQQELVKHCVESHRSDPNRVVCPICSAMPWGDPSYKSANFLQHLLHRHKFSYDTFVDYSIDEEAAFQAALALSLSEN   
>Hsap_ENSP00000327604                                                           
MNSGILQVFQGELICPLCMNYFIDPVTIDCGHSFCRPCFYLNWQDIPFLVQCSECTKSTEQINLKTNIHLKKMASLARKV
SLWLFLSSEEQMCGTHRETKKIFCEVDRSLLCLLCSSSQEHRYHRHRPIEWAAEEHREKLLQKMQSLWEKACENHRNLNV
ETTRTRCWKDYVNLRLEAIRAEYQKMPAFHHEEEKHNLEMLKKKGKEIFHRLHLSKAKMAHRMEILRGMYEELNEMCHKP
DVELLQAFGDILHRSESVLLHMPQPLNPELSAGPITGLRDRLNQFRVHITLHHEEANNDIFLYEILRSMCIGCDHQDVPY
FTATPRSFLAWGVQTFTSGKYYWEVHVGDSWNWAFGVCNMYRKEKNQNEKIDGKAGLFLLGCVKNDIQCSLFTTSPLMLQ
YIPKPTSRVGLFLDCEAKTVSFVDVNQSSLIYTIPNCSFSPPLRPIFCCIHF                            
>Hsap_ENSP00000327738                                                           
MSTADLMENLREELTCFICLDYFSSPVTTECGHSFCLVCLLRSWEEHNTPLSCPECWRTLEGPHFQSNERLGRLASIARQ
LRSQVLQSEDEQGSYGRMPTTAKALSDDEQGGSAFVAQSHGANRVHLSSEAEEHHREKLQEILNLLRVRRKEAQAVLTHE
KERVKLCQEETKTCKQVVVSEYMKMHQFLKEEEQLQLQLLEQEEKENMRKLRNNEIKLTQQIRSLSKMIAQIESSSQSSA
FESLEEVRGALERSEPLLLQCPEATTTELSLCRITGMKEMLRKFSTEITLDPATANAYLVLSEDLKSVKYGGSRQQLPDN
PERFDQSATVLGTQIFTSGRHYWEVEVGNKTEWEVGICKDSVSRKGNLPKPPGDLFSLIGLKIGDDYSLWVSSPLKGQHV
REPVCKVGVFLDYESGHIAFYNGTDESLIYSFPQASFQEALRPIFSPCLPNEGTNTDPLTICSLNSHV            
>Hsap_ENSP00000327994                                                           
MAWQVSLLELEDWLQCPICLEVFKEPLMLQCGHSYCKGCLVSLSCHLDAELRCPVCRQAVDGSSSLPNVSLARVIEALRL
PGDPEPKVCVHHRNPLSLFCEKDQELICGLCGLLGSHQHHPVTPVSTVYSRMKEELAALISELKQEQKKVDELIAKLVNN
RTRIVNESDVFSWVIRREFQELHHLVDEEKARCLEGIGGHTRGLVASLDMQLEQAQGTRERLAQAECVLEQFGNEDHHKF
IRKFHSMASRAEMPQARPLEGAFSPISFKPGLHQADIKLTVWKRLFRKVLPAPEPLKLDPATAHPLLELSKGNTVVQCGL
LAQRRASQPERFDYSTCVLASRGFSCGRHYWEVVVGSKSDWRLGVIKGTASRKGKLNRSPEHGVWLIGLKEGRVYEAFAC
PRVPLPVAGHPHRIGLYLHYEQGELTFFDADRPDDLRPLYTFQADFQGKLYPILDTCWHERGSNSLPMVLPPPSGPGPLS
PEQPTKL                                                                         
>Hsap_ENSP00000330216                                                           
MNSGILQVFQRELICPICMNYFIDPVTIDCGHSFCRPCFYLNWKDSPFLVQCSECTKSTGQINLKTNIHFKKMASLARKV
SLWLFLSSEEQMCGTHRETKKMFCEVDRSLLCLLCSSSQEHRDHRHCPIESAAEEHQEKLLQKMQSLWEKACENHRNLNV
ETTRTRCWKDYVNLRLEAIRAEYQKMPAFHHEEEKHNLEMLKKKGKDIFHRLHLSKAKMAHRREILRGMYEELNEMCHKP
DVELLQAFGDILHRSESVLLHMPQPLNPELSAGPITGLRDRLNQFRVHITLHHEEANSDIFLCEILRSMCIGCDHQDVPY
FTATPRSFLAWGAQTFTSGKYYWEVHVGDSWNWAFGVCNMYWKEKNQNEKIDGEDGLFLLGCVKNDIQRSLFTTSPLLLQ
YIPRPTSRVGLFLDCEAKTVSFVDVNQSSLIYTIPNCSFSPPLRPIFCCIHF                            
>Hsap_ENSP00000331131                                                           
MATSAPLRSLEEEVTCSICLDYLRDPVTIDCGHVFCRSCTTDVRPISGSRPVCPLCKKPFKKENIRPVWQLASLVENIER
LKVDKGRQPGEVTREQQDAKLCERHREKLHYYCEDDGKLLCVMCRESREHRPHTAVLMEKAAQPHREKILNHLSTLRRDR
DKIQGFQAKGEADILAALKKLQDQRQYIVAEFEQGHQFLREREEHLLEQLAKLEQELTEGREKFKSRGVGELARLALVIS
ELEGKAQQPAAELMQDTRDFLNRYPRKKFWVGKPIARVVKKKTGEFSDKLLSLQRGLREFQGKLLRDLEYKTVSVTLDPQ
SASGYLQLSEDWKCVTYTSLYKSAYLHPQQFDCEPGVLGSKGFTWGKVYWEVEVEREGWSEDEEEGDEEEEGEEEEEEEE
AGYGDGYDDWETDEDEESLGDEEEEEEEEEEEVLESCMVGVARDSVKRKGDLSLRPEDGVWALRLSSSGIWANTSPEAEL
FPALRPRRVGIALDYEGGTVTFTNAESQELIYTFTATFTRRLVPFLWLKWPGTRLLLRP                     
>Hsap_ENSP00000337853                                                           
MSLLNCENSCGSSQSESDCCVAMASSCSAVTKDDSVGGTASTGNLSSSFMEEIQGYDVEFDPPLESKYECPICLMALREA
VQTPCGHRFCKACIIKSIRDAGHKCPVDNEILLENQLFPDNFAKREILSLMVKCPNEGCLHKMELRHLEDHQAHCEFALM
DCPQCQRPFQKFHINIHILKDCPRRQVSCDNCAASMAFEDKEIHDQNCPLANVICEYCNTILIREQMPNHYDLDCPTAPI
PCTFSTFGCHEKMQRNHLARHLQENTQSHMRMLAQAVHSLSVIPDSGYISEVRNFQETIHQLEGRLVRQDHQIRELTAKM
ETQSMYVSELKRTIRTLEDKVAEIEAQQCNGIYIWKIGNFGMHLKCQEEEKPVVIHSPGFYTGKPGYKLCMRLHLQLPTA
QRCANYISLFVHTMQGEYDSHLPWPFQGTIRLTILDQSEAPVRQNHEEIMDAKPELLAFQRPTIPRNPKGFGYVTFMHLE
ALRQRTFIKDDTLLVRCEVSTRFDMGSLRREGFQPRSTDAGV                                      
>Hsap_ENSP00000339659                                                           



MHRSGRYGTQQQRAGSKTAGPPCQWSRMASEGTNIPSPVVRQIDKQFLICSICLERYKNPKVLPCLHTFCERCLQNYIPA
HSLTLSCPVCRQTSILPEKGVAALQNNFFITNLMDVLQRTPGSNAEESSILETVTAVAAGKPLSCPNHDGNVMEFYCQSC
ETAMCRECTEGEHAEHPTVPLKDVVEQHKASLQVQLDAVNKRLPEIDSALQFISEIIHQLTNQKASIVDDIHSTFDELQK
TLNVRKSVLLMELEVNYGLKHKVLQSQLDTLLQGQESIKSCSNFTAQALNHGTETEVLLVKKQMSEKLNELADQDFPLHP
RENDQLDFIVETEGLKKSIHNLGTILTTNAVASETVATGEGLRQTIIGQPMSVTITTKDKDGELCKTGNAYLTAELSTPD
GSVADGEILDNKNGTYEFLYTVQKEGDFTLSLRLYDQHIRGSPFKLKVIRSADVSPTTEGVKRRVKSPGSGHVKQKAVKR
PASMYSTGKRKENPIEDDLIFRVGTKGRNKGEFTNLQGVAASTNGKILIADSNNQCVQIFSNDGQFKSRFGIRGRSPGQL
QRPTGVAVHPSGDIIIADYDNKWVSIFSSDGKFKTKIGSGKLMGPKGVSVDRNGHIIVVDNKACCVFIFQPNGKIVTRFG
SRGNGDRQFAGPHFAAVNSNNEIIITDFHNHSVKVFNQEGEFMLKFGSNGEGNGQFNAPTGVAVDSNGNIIVADWGNSRI
QVFDGSGSFLSYINTSADPLYGPQGLALTSDGHVVVADSGNHCFKVYRYLQ                             
>Hsap_ENSP00000340797                                                           
MAKREDSPGPEVQPMDKQFLVCSICLDRYQCPKVLPCLHTFCERCLQNYIPAQSLTLSCPVCRQTSILPEQGVSALQNNF
FISSLMEAMQQAPDGAHDPEDPHPLSVVAGRPLSCPNHEGKTMEFYCEACETAMCGECRAGEHREHGTVLLRDVVEQHKA
ALQRQLEAVRGRLPQLSAAIALVGGISQQLQERKAEALAQISAAFEDLEQALQQRKQALVSDLETICGAKQKVLQSQLDT
LRQGQEHIGSSCSFAEQALRLGSAPEVLLVRKHMRERLAALAAQAFPERPHENAQLELVLEVDGLRRSVLNLGALLTTSA
TAHETVATGEGLRQALVGQPASLTVTTKDKDGRLVRTGSAELRAEITGPDGTRLPVPVVDHKNGTYELVYTARTEGELLL
SVLLYGQPVRGSPFRVRALRPGDLPPSPDDVKRRVKSPGGPGSHVRQKAVRRPSSMYSTGGKRKDNPIEDELVFRVGSRG
REKGEFTNLQGVSAASSGRIVVADSNNQCIQVFSNEGQFKFRFGVRGRSPGQLQRPTGVAVDTNGDIIVADYDNRWVSIF
SPEGKFKTKIGAGRLMGPKGVAVDRNGHIIVVDNKSCCVFTFQPNGKLVGRFGGRGATDRHFAGPHFVAVNNKNEIVVTD
FHNHSVKVYSADGEFLFKFGSHGEGNGQFNAPTGVAVDSNGNIIVADWGNSRIQVFDSSGSFLSYINTSAEPLYGPQGLA
LTSDGHVVVADAGNHCFKAYRYLQ                                                        
>Hsap_ENSP00000342755                                                           
MGYDVTRFQGDVDEDLICPICSGVLEEPVQAPHCEHAFCNACITQWFSQQQTCPVDRSVVTVAHLRPVPRIMRNMLSKLQ
IACDNAVFGCSAVVRLDNLMSHLSDCEHNPKRPVTCEQGCGLEMPKDELPNHNCIKHLRSVVQQQQTRIAELEKTSAEHK
HQLAEQKRDIQLLKAYMRAIRSVNPNLQNLEETIEYNEILEWVNSLQPARVTRWGGMISTPDAVLQAVIKRSLVESGCPA
SIVNELIENAHERSWPQGLATLETRQMNRRYYENYVAKRIPGKQAVVVMACENQHMGDDMVQEPGLVMIFAHGVEEI   
>Hsap_ENSP00000342970                                                           
MEEMEEELKCPVCGSFYREPIILPCSHNLCQACARNILVQTPESESPQSHRAAGSGVSDYDYLDLDKMSLYSEADSGYGS
YGGFASAPTTPCQKSPNGVRVFPPAMPPPATHLSPALAPVPRNSCITCPQCHRSLILDDRGLRGFPKNRVLEGVIDRYQQ
SKAAALKCQLCEKAPKEATVMCEQCDVFYCDPCRLRCHPPRGPLAKHRLVPPAQGRVSRRLSPRKVSTCTDHELENHSMY
CVQCKMPVCYQCLEEGKHSSHEVKALGAMWKLHKSQLSQALNGLSDRAKEAKEFLVQLRNMVQQIQENSVEFEACLVAQC
DALIDALNRRKAQLLARVNKEHEHKLKVVRDQISHCTVKLRQTTGLMEYCLEVIKENDPSGFLQISDALIRRVHLTEDQW
GKGTLTPRMTTDFDLSLDNSPLLQSIHQLDFVQVKVPATPILQLEECCTHNNSATLSWKQPPLSTVPADGYILELDDGNG
GQFREVYVGKETMCTVDGLHFNSTYNARVKAFNKTGVSPYSKTLVLQTSEDTDSEEQTLPFPVPSERLPLRRMSPFSSTL
NLQPSFPGRSYFDFRSSPHQLSLHSSLQSLNAPGCNFETQSAPYSQLVDIKKLLAVAWFAFDPGSAHSDIILSNDNLTVT
CSSYDDRVVLGKTGFSKGIHYWELTVDRYDNHPDPAFGVARMDVMKDVMLGKDDKAWAMYVDNNRSWFMHNNSHTNRTEG
GITKGATIGVLLDLNRKNLTFFINDEQQGPIAFDNVEGLFFPAVSLNRNVQVSTLPLRLNSCCWLPVQRLPRAVQSNRRE
GS                                                                              
>Hsap_ENSP00000343695                                                           
MASAASVTSLADEVNCPICQGTLREPVTIDCGHNFCRACLTRYCEIPGPDLEESPTCPLCKEPFRPGSFRPNWQLANVVE
NIERLQLVSTLGLGEEDVCQEHGEKIYFFCEDDEMQLCVVCREAGEHATHTMRFLEDAAAPYREQIHKCLKCLRKEREEI
QEIQSRENKRMQVLLTQVSTKRQQVISEFAHLRKFLEEQQSILLAQLESQDGDILRQRDEFDLLVAGEICRFSALIEELE
EKNERPARELLTDIRSTLIRCETRKCRKPVAVSPELGQRIRDFPQQALPLQREMKMFLEKLCFELDYEPAHISLDPQTSH
PKLLLSEDHQRAQFSYKWQNSPDNPQRFDRATCVLAHTGITGGRHTWVVSIDLAHGGSCTVGVVSEDVQRKGELRLRPEE
GVWAVRLAWGFVSALGSFPTRLTLKEQPRQVRVSLDYEVGWVTFTNAVTREPIYTFTASFTRKVIPFFGLWGRGSSFSLS
S                                                                               
>Hsap_ENSP00000346916                                                           
MCGSERILQAGNILEIRVGQAGARRVATMTSPVLVDIREEVTCPICLELLTEPLSIDCGHSFCQACITPNGRESVIGQEG
ERSCPVCQTSYQPGNLRPNRHLANIVRRLREVVLGPGKQLKAVLCADHGEKLQLFCQEDGKVICWLCERSQEHRGHHTFL
VEEVAQEYQEKFQESLKKLKNEEQEAEKLTAFIREKKTSWKNQMEPERCRIQTEFNQLRNILDRVEQRELKKLEQEEKKG
LRIIEEAENDLVHQTQSLRELISDLERRCQGSTMELLQDVSDVTERSEFWTLRKPEALPTKLRSMFRAPDLKRMLRVCRE
LTDVQSYWAIQGSLTRRERRASGVRTRRSQGSSAMASKILLNVQEEVTCPICLELLTEPLSLDCGHSLCRACITVSNKEA
VTSMGGKSSCPVCGISYSFEHLQANQHLANIVERLKEVKLSPDNGKKRDLCDHHGEKLLLFCKEDRKVICWLCERSQEHR
GHHTVLTEEVFKECQEKLQAVLKRLKKEEEEAEKLEADIREEKTSWKYQVQTERQRIQTEFDQLRSILNNEEQRELQRLE
EEEKKTLDKFAEAEDELVQQKQLVRELISDVECRSQWSTMELLQDMSGIMKWSEIWRLKKPKMVSKKLKTVFHAPDLSRM
LQMFRELTAVRCYWVDVTLNSVNLNLNLVLSEDQRQVISVPIWPFQCYNYGVLGSQYFSSGKHYWEVDVSKKTAWILGVY
CRTYSRHMKYVVRRCANRQNLYTKYRPLFGYWVIGLQNKCKYGVFEESLSSDPEVLTLSMAVPPCRVGVFLDYEAGIVSF
FNVTSHGSLIYKFSKCCFSQPVYPYFNPWNCPAPMTLCPPSS                                      
>Hsap_ENSP00000347548                                                           
MDLHRAAFKMENSSYLPNPLASPALMVLASTAEASRDASIPCQQPRPFGVPVSVDKDVHIPFTNGSYTFASMYHRQGGVP
GTFANRDFPPSLLHLHPQFAPPNLDCTPISMLNHSGVGAFRPFASTEDRESYQSAFTPAKRLKNCHDTESPHLRFSDADG
KEYDFGTQLPSSSPGSLKVDDTGKKIFAVSGLISDREASSSPEDRNDRCKKKAAALFDSQAPICPICQVLLRPSELQEHM



EQELEQLAQLPSSKNSLLKDAMAPGTPKSLLLSASIKREGESPTASPHSSATDDLHHSDRYQTFLRVRANRQTRLNARIG
KMKRRKQDEGQREGSCMAEDDAVDIEHENNNRFEEYEWCGQKRIRATTLLEGGFRGSGFIMCSGKENPDSDADLDVDGDD
TLEYGKPQYTEADVIPCTGEEPGEAKEREALRGAVLNGGPPSTRITPEFSKWASDEMPSTSNGESSKQEAMQKTCKNSDI
EKITEDSAVTTFEALKARVRELERQLSRGDRYKCLICMDSYSMPLTSIQCWHVHCEECWLRTLGAKKLCPQCNTITAPGD
LRRIYL                                                                          
>Hsap_ENSP00000350182                                                           
MASGQFVNKLQEEVICPICLDILQKPVTIDCGHNFCLKCITQIGETSCGFFKCPLCKTSVRKNAIRFNSLLRNLVEKIQA
LQASEVQSKRKEATCPRHQEMFHYFCEDDGKFLCFVCCESKDHKSHNVSLIEEAAQNYQGQIQEQIQVLQQKEKETVQVK
AQGVHRVDVFTDQVEHEKQRILTEFELLHQVLEEEKNFLLSRIYWLGHEGTEAGKHYVASTEPQLNDLKKLVDSLKTKQN
MPPRQLLEDIKVVLCRSEEFQFLNPTPVPLELEKKLSEAKSRHDSITGSLKKFKDQLQADRKKDENRFFKSMNKNDMKSW
GLLQKNNHKMNKTSEPGSSSAGGRTTSGPPNHHSSAPSHSLFRASSAGKVTFPVCLLASYDEISGQGASSQDTKTFDVAL
SEELHAALSEWLTAIRAWFCEVPSS                                                       
>Hsap_ENSP00000352028                                                           
MDDLTLLDLLECPVCFEKLDVTAKVLPCQHTFCKPCLQRVFKAHKELRCPECRTPVFSNIEALPANLLLVRLLDGVRSGQ
SSGRGGSFRRPGTMTLQDGRKSRTNPRRLQASPFRLVPNVRIHMDGVPRAKALCNYRGQNPGDLRFNKGDIILLRRQLDE
NWYQGEINGISGNFPASSVEVIKQLPQPPPLCRALYNFDLRGKDKSENQDCLTFLKDDIITVISRVDENWAEGKLGDKVG
IFPILFVEPNLTARHLLEKNKGRQSSRTKNLSLVSSSSRGNTSTLRRGPGSRRKVPGQFSITTALNTLNRMVHSPSGRHM
VEISTPVLISSSNPSVITQPMEKADVPSSCVGQVSTYHPAPVSPGHSTAVVSLPGSQQHLSANMFVALHSYSAHGPDELD
LQKGEGVRVLGKCQDGWLRGVSLVTGRVGIFPNNYVIPIFRKTSSFPDSRSPGLYTTWTLSTSSVSSQGSISEGDPRQSR
PFKSVFVPTAIVNPVRSTAGPGTLGQGSLRKGRSSMRKNGSLQRPLQSGIPTLVVGSLRRSPTMVLRPQQFQFYQPQGIP
SSPSAVVVEMGSKPALTGEPALTCISRGSEAWIHSAASSLIMEDKEIPIKSEPLPKPPASAPPSILVKPENSRNGIEKQV
KTVRFQNYSPPPTKHYTSHPTSGKPEQPATLKASQPEAASLGPEMTVLFAHRSGCHSGQQTDLRRKSALGKATTLVSTAS
GTQTVFPSK                                                                       
>Hsap_ENSP00000353735                                                           
MGSQPPLGSPLSREEGEAPPPAPASEGRRRSRRVRLRGSCRHRPSFLGCRELAASAPARPAPASSEIMASAAKEFKMDNF
SPKAGTSKLQQTVPADASPDSKCPICLDRFDNVSYLDRCLHKFCFRCVQEWSKNKAECPLCKQPFDSIFHSVRAEDDFKE
YVLRPSYNGSFVTPDRRFRYRTTLTRERNASVYSPSGPVNRRTTTPPDSGVLFEGLGISTRPRDVEIPQFMRQIAVRRPT
TADERSLRKIQEQDIINFRRTLYRAGARVRNIEDGGRYRDISAEFFRRNPACLHRLVPWLKRELTVLFGAHGSLVNIVQH
IIMSNVTRYDLESQAFVSDLRPFLLNRTEHFIHEFISFARSPFNMAAFDQHANYDCPAPSYEEGSHSDSSVITISPDEAE
TQELDINVATVSQAPWDDETPGPSYSSSEQVHVTMSSLLNTSDSSDEELVTGGATSQIQGVQTNDDLNNDSDDSSDNCVI
VGFVKPLAERTPELVELSSDSEDLGSYEKMETVKTQEQEQSYSSGDSDVSRCSSPHSVLGKDEQINKGHCDSSTRIKSKK
EEKRSTSLSSPRNLNSSVRGDRVYSPYNHRHRKRGRSRSSDSRSQSRSGHDQKNHRKHHGKKRMKSKRSRSRESSRPRGR
RDKKRSRTRDSSWSRRSQTLSLSSESTSRSRSRSSDHGKRRSRSRNRDRYYLRNNYGSRYKWEYTYYSRNKDRDGYESSY
RRRTLSRAHYSRQSSSPEFRVQSFSERTNARKKNNHSERKYYYYERHRSRSLSSNRSRTASTGTDRVRNEKPGGKRKYKT
RHLEGTNEVAQPSREFASKAKDSHYQKSSSKLDGNYKNESDTFSDSRSSDRETKHKRRKRKTRSLSVEIVYEGKATDTTK
HHKKKKKKHKKKHKKHHGDNASRSPVVITIDSDSDKDSEVKEDTECDNSGPQDPLQNEFLAPSLEPFETKDVVTIEAEFG
VLDKECDIATLSNNLNNANKTVDNIPPLAASVEQTLDVREESTFVSDLENQPSNIVSLQTEPSRQLPSPRTSLMSVCLGR
DCDMS                                                                           
>Hsap_ENSP00000355437                                                           
MAWAPPGERLREDARCPVCLDFLQEPVSVDCGHSFCLRCISEFCEKSDGAQGGVYACPQCRGPFRPSGFRPNRQLAGLVE
SVRRLGLGAGPGARRCARHGEDLSRFCEEDEAALCWVCDAGPEHRTHRTAPLQEAAGSYQVKLQMALELMRKELEDALTQ
EANVGKKTVIWKEKVEMQRQRFRLEFEKHRGFLAQEEQRQLRRLEAEERATLQRLRESKSRLVQQSKALKELADELQERC
QRPALGLLEGVRGVLSRSKAVTRLEAENIPMELKTACCIPGRRELLRKFQVDVKLDPATAHPSLLLTADLRSVQDGEPWR
DVPNNPERFDTWPCILGLQSFSSGRHYWEVLVGEGAEWGLGVCQDTLPRKGETTPSPENGVWALWLLKGNEYMVLASPSV
PLLQLESPRCIGIFLDYEAGEISFYNVTDGSYIYTFNQLFSGLLRPYFFICDATPLILPPTTIAGSGNWASRDHLDPASD
VRDDHL                                                                          
>Hsap_ENSP00000355613                                                           
MEEELKCPVCGSLFREPIILPCSHNVCLPCARTIAVQTPDGEQHLPQPLLLSRGSGLQAGAAAAASLEHDAAAGPACGGA
GGSAAGGLGGGAGGGGDHADKLSLYSETDSGYGSYTPSLKSPNGVRVLPMVPAPPGSSAAAARGAACSSLSSSSSSITCP
QCHRSASLDHRGLRGFQRNRLLEAIVQRYQQGRGAVPGTSAAAAVAICQLCDRTPPEPAATLCEQCDVLYCSACQLKCHP
SRGPFAKHRLVQPPPPPPPPAEAASGPTGTAQGAPSGGGGCKSPGGAGAGATGGSTARKFPTCPEHEMENYSMYCVSCRT
PVCYLCLEEGRHAKHEVKPLGAMWKQHKAQLSQALNGVSDKAKEAKEFLVQLKNILQQIQENGLDYEACLVAQCDALVDA
LTRQKAKLLTKVTKEREHKLKMVWDQINHCTLKLRQSTGLMEYCLEVIKENDPSGFLQISDALIKRVQVSQEQWVKGALE
PKVSAEFDLTLDSEPLLQAIHQLDFIQMKCRVPPVPLLQLEKCCTRNNSVTLAWRMPPFTHSPVDGYILELDDGAGGQFR
EVYVGKETLCTIDGLHFNSTYNARVKAFNSSGVGPYSKTVVLQTSDVAWFTFDPNSGHRDIILSNDNQTATCSSYDDRVV
LGTAAFSKGVHYWELHVDRYDNHPDPAFGVARASVVKDMMLGKDDKAWAMYVDNNRSWFMHCNSHTNRTEGGVCKGATVG
VLLDLNKHTLTFFINGQQQGPTAFSHVDGVFMPALSLNRNVQVTLHTGLEVPTNLGRPKLSGN                 
>Hsap_ENSP00000356480                                                           
MSQAVQTNGTQPLSKTWELSLYELQRTPQEAITDGLEIVVSPRSLHSELMCPICLDMLKNTMTTKECLHRFCADCIITAL
RSGNKECPTCRKKLVSKRSLRPDPNFDALISKIYPSRDEYEAHQERVLARINKHNNQQALSHSIEEGLKIQAMNRLQRGK
KQQIENGSGAEDNGDSSHCSNASTHSNQEAGPSNKRTKTSDDSGLELDNNNAAMAIDPVMDGASEIELVFRPHPTLMEKD
DSAQTRYIKTSGNATVDHLSKYLAVRLALEELRSKGESNQMNLDTASEKQYTIYIATASGQFTVLNGSFSLELVSEKYWK



VNKPMELYYAPTKEHK                                                                
>Hsap_ENSP00000356641                                                           
MSGSRQAGSGSAGTSPGSSAASSVTSASSSLSSSPSPPSVAVSAAALVSGGVAQAAGSGGLGGPVRPVLVAPAVSGSGGG
AVSTGLSRHSCAARPSAGVGGSSSSLGSGSRKRPLLAPLCNGLINSYEDKSNDFVCPICFDMIEEAYMTKCGHSFCYKCI
HQSLEDNNRCPKCNYVVDNIDHLYPNFLVNELILKQKQRFEEKRFKLDHSVSSTNGHRWQIFQDWLGTDQDNLDLANVNL
MLELLVQKKKQLEAESHAAQLQILMEFLKVARRNKREQLEQIQKELSVLEEDIKRVEEMSGLYSPVSEDSTVPQFEAPSP
SHSSIIDSTEYSQPPGFSGSSQTKKQPWYNSTLASRRKRLTAHFEDLEQCYFSTRMSRISDDSRTASQLDEFQECLSKFT
RYNSVRPLATLSYASDLYNGSSIVSSIEFDRDCDYFAIAGVTKKIKVYEYDTVIQDAVDIHYPENEMTCNSKISCISWSS
YHKNLLASSDYEGTVILWDGFTGQRSKVYQEHEKRCWSVDFNLMDPKLLASGSDDAKVKLWSTNLDNSVASIEAKANVCC
VKFSPSSRYHLAFGCADHCVHYYDLRNTKQPIMVFKGHRKAVSYAKFVSGEEIVSASTDSQLKLWNVGKPYCLRSFKGHI
NEKNFVGLASNGDYIACGSENNSLYLYYKGLSKTLLTFKFDTVKSVLDKDRKEDDTNEFVSAVCWRALPDGESNVLIAAN
SQGTIKVLELV                                                                     
>Hsap_ENSP00000360497                                                           
MAEQLSPGKAVDQVCTFLFKKPGRKGAAGRRKRPACDPEPGESGSSSDEGCTVVRPEKKRVTHNPMIQKTRDSGKQKAAY
GDLSSEEEEENEPESLGVVYKSTRSAKPVGPEDMGATAVYELDTEKERDAQAIFERSQKIQEELRGKEDDKIYRGINNYQ
KYMKPKDTSMGNASSGMVRKGPIRAPEHLRATVRWDYQPDICKDYKETGFCGFGDSCKFLHDRSDYKHGWQIERELDEGR
YGVYEDENYEVGSDDEEIPFKCFICRQSFQNPVVTKCRHYFCESCALQHFRTTPRCYVCDQQTNGVFNPAKELIAKLEKH
RATGEGGASDLPEDPDEDAIPIT                                                         
>Hsap_ENSP00000360690                                                           
MESVRIEQMLSLPAEVSSDNLESAERGASAAQVDMGPHPKVAAEGPAPLPTREPEQEQSPGTSTPESKVLLTQADALASR
GRIREALEVYRQLSERQQLVAEQLEQLVRCLAEKVPQGEALAPAPPDEGSTASGTVAAEETGAAAAAAATEVWDGFKCRK
CHGFLSDPVSLSCGHTFCKLCLERGRAADRRCALCGVKLSALMVATGRARGARRAGQQPPPPLRVNVVLSGLLGKLFPGP
ARASQLRHEGNRLYRERQVEAALLKYNEAVKLAPNDHLLYSNRSQIYFTLESHENALHDAEIACKLRPMGFKAHFRKAQA
LATLGKVEEALREFLYCVSLDGKNKRARCEAQRDNLELPHCSSQEEAAARGDGSSLMDPAKVKGDGQQHHMKDQEEEEEK
WDATSPKAASSKTGKCQEKKRKHCQIESQEETGMPNKASKQDPPTDQGDKPALSLPLASFDASDLECALCMRLFYEPVTT
PCGHTFCLKCLERCLDHNAKCPLCKDGLSQCLASRKYSKNVIMEELIAKFLPEELKERRKLYEEEMEELSNLNKNVPIFV
CTMAYPTVPCPLHIFEPCYRLMIRRCIETGTRQFGMCLGDPVKGFAEYGCILEIRNVQFFADGRSVVDSIGKRRFRVLHQ
SQRDGYNTADIEYIEDQKVQGEDCAELMGLHNCVYQQASLWFHSLKLSLKNRILNHFGPMPEKDADPQMNPNGPAWCWWM
LAVLPLESRAQLPFLAMRSLKDRLNGIRRVLAFISRNQN                                         
>Hsap_ENSP00000363390                                                           
MDYKSSLIQDGNPMENLEKQLICPICLEMFTKPVVILPCQHNLCRKCANDIFQAANPYWTSRGSSVSMSGGRFRCPTCRH
EVIMDRHGVYGLQRNLLVENIIDIYKQECSSRPLQKGSHPMCKEHEDEKINIYCLTCEVPTCSMCKVFGIHKACEVAPLQ
SVFQGQKTELNNCISMLVAGNDRVQTIITQLEDSRRVTKENSHQVKEELSQKFDTLYAILDEKKSELLQRITQEQEKKLS
FIEALIQQYQEQLDKSTKLVETAIQSLDEPGGATFLLTAKQLIKSIVEASKGCQLGKTEQGFENMDFFTLDLEHIADALR
AIDFGTDEEEEEFIEEEDQEEEESTEGKEEGHQ                                               
>Hsap_ENSP00000365851                                                           
MHRTTRIKITELNPHLMCVLCGGYFIDATTIIECLHSFCKTCIVRYLETSKYCPICDVQVHKTRPLLNIRSDKTLQDIVY
KLVPGLFKNEMKRRRDFYAAHPSADAANGSNEDRGEVADEDKRIITDDEIISLSIEFFDQNRLDRKVNKDKEKSKEEVND
KRYLRCPAAMTVMHLRKFLRSKMDIPNTFQIDVMYEEEPLKDYYTLMDIAYIYTWRRNGPLPLKYRVRPTCKRMKISHQR
DGLTNAGELESDSGSDKANSPAGGIPSTSSCLPSPSTPVQSPHPQFPHISSTMNGTSNSPSGNHQSSFANRPRKSSVNGS
SATSSG                                                                          
>Hsap_ENSP00000365896                                                           
MASAASVTSLADEVNCPICQGTLREPVTIDCGHNFCRACLTRYCEIPGPDLEESPTCPLCKEPFRPGSFRPNWQLANVVE
NIERLQLVSTLGLGEEDVCQEHGEKIYFFCEDDEMQLCVVCREAGEHATHTMRFLEDAAAPYREQIHKCLKCLRKEREEI
QEIQSRENKRMQVLLTQVSTKRQQVISEFAHLRKFLEEQQSILLAQLESQDGDILRQRDEFDLLVAGEICRFSALIEELE
EKNERPARELLTDIRSTLIRCETRKCRKPVAVSPELGQRIRDFPQQALPLQREMKMFLENLPNHLVIPTAHISLDPQTSH
PKLLLSEDHQRAQFSYKWQNSPDNPQRFDRATCVLAHTGITGGRHTWVVSIDLAHGGSCTVGVVSEDVQRKGELRLRPEE
GVWAVRLAWGFVSALGSFPTRLTLKEQPRQVRVSLDYEVGWVTFTNAVTREPIYTFTASFTRKVIPFFGLWGRGSSFSLS
S                                                                               
>Hsap_ENSP00000365914                                                           
MIPLQKDNQEEGVCPICQESLKEAVSTNCGHLFCRVCLTQHVEKASASGVFCCPLCRKPCSEEVLGTGYICPNHQKRVCR
FCEESRLLLCVECLVSPEHMSHHELTIENALSHYKERLNRRSRKLRKDIAELQRLKAQQEKKLQALQFQVDHGNHRLEAG
PESQHQTREQLGALPQQWLGQLEHMPAEAARILDISRAVTQLRSLVIDLERTAKELDTNTLKNAGDLLNRSAPQKLEVIY
PQLEKGVSELLLQPPQKL                                                              
>Hsap_ENSP00000365918                                                           
MASGQFVNKLQEEVICPICLDILQKPVTIDCGHNFCLKCITQIGETSCGFFKCPLCKTSVRKNAIRFNSLLRNLVEKIQA
LQASEVQSKRKEATCPRHQEMFHYFCEDDGKFLCFVCRESKDHKSHNVSLIEEAAQNYQGQIQEQIQVLQQKEKETVQVK
AQGVHRVDVFTDQVEHEKQRILTEFELLHQVLEEEKNFLLSRIYWLGHEGTEAGKHYVASTEPQLNDLKKLVDSLKTKQN
MPPRQLLEPAQPHLPRSEEFQFLNPTPVPLELEKKLSEAKSRHDSITGSLKKFKDQLQADRKKDENRFFKSMNKNDMKSW
GLLQKNNHKMNKTSEPGSSSAGGRTTSGPPNHHSSAPSHSLFRASSAGKVTFPVCLLASYDEISGQGASSQDTKTFDVAL
SEELHAALSEWLTAIRAWFCEVPSS                                                       
>Hsap_ENSP00000369299                                                           



MDFSVKVDIEKEVTCPICLELLTEPLSLDCGHSFCQACITAKIKESVIISRGESSCPVCQTRFQPGNLRPNRHLANIVER
VKEVKMSPQEGQKRDVCEHHGKKLQIFCKEDGKVICWVCELSQEHQGHQTFRINEVVKECQEKLQVALQRLIKEDQEAEK
LEDDIRQERTAWKNYIQIERQKILKGFNEMRVILDNEEQRELQKLEEGEVNVLDNLAAATDQLVQQRQDASTLISDLQRR
LRGSSVEMLQDVIDVMKRSESWTLKKPKSVSKKLKSVFRVPDLSGMLQVLKELTDVQYYWVDVMLNPGSATSNVAISVDQ
RQVKTVRTCTFKNSNPCDFSAFGVFGCQYFSSGKYYWEVDVSGKIAWILGVHSKISSLNKRKSSGFAFDPSVNYSKVYSR
YRPQYGYWVIGLQNTCEYNAFEDSSSSDPKVLTLFMAVPPCRIGVFLDYEAGIVSFFNVTNHGALIYKFSGCRFSRPAYP
YFNPWNCLVPMTVCPPSS                                                              
>Hsap_ENSP00000369440                                                           
MCGSERILQAGNILEIRVGQAGARRVATMTSPVLVDIREEVTCPICLELLTEPLSIDCGHSFCQACITPNGRESVIGQEG
ERSCPVCQTSYQPGNLRPNRHLANIVRRLREVVLGPGKQLKAVLCADHGEKLQLFCQEDGKVICWLCERSQEHRGHHTFL
VEEVAQEYQEKFQESLKKLKNEEQEAEKLTAFIREKKTSWKNQMEPERCRIQTEFNQLRNILDRVEQRELKKLEQEEKKG
LRIIEEAENDLVHQTQSLRELISDLERRCQGSTMELLQDVSDVTERSEFWTLRKPEALPTKLRSMFRAPDLKRMLRVCRE
LTDVQSYWVDVTLNPHTANLNLVLAKNRRQVRFVGAKVSGPSCLEKHYDCSVLGSQHFSSGKHYWEVDVAKKTAWILGVC
SNSLGPTFSFNHFAQNHSAYSRYQPQSGYWVIGLQHNHEYRAYEDSSPSLLLSMTVPPRRVGVFLDYEAGTVSFYNVTNH
GFPIYTFSKYYFPTTLCPYFNPCNCVIPMTLRRPSS                                            
>Hsap_ENSP00000373106                                                           
MWWRDLTRLRLWLKREAIPGEGRKAAKVNAGVGEKGIYTASSRGGPPSARSKAVTVVAEGAASRSWLSMDAPELGPGLVE
RLEQLATCPLCGGSFEDPVLLACEHSFCRACLARRWGTPPATGTEASPTACPCCGLPCPRRSLRSNVRLAVEVRISRELR
EKLAEPGARAGRRRGGRIPTMGCLDLPGEDMRKTWRRFEVPTPKSSNSEDDLPEDYPVVKKMLHRLTADLTLDPGTAHRR
LLISTDRRSVQLAPPGTPAPPDGPKRFDQLPAVLGAQGFGAGRHCWEVETADAASCRDSSGEDEDDEESHYAVGAAGESV
QRKGCVRLCPAGAVWAVEGRGGRLWALTAPEPTLLGGVEPPPRRIRVDLDWERGRVAFYDGRSLDLLYAFQAPGPLGERI
FPLFCTCDPRAPLRIVPAES                                                            
>Hsap_ENSP00000373752                                                           
MKRSKELITKNHSQEETSILRCWKCRKCIASSGCFMEYLENQVIKDKDDSVDAQNICHVWHMNVEALPEWISCLIQKAQW
TVGKLNCPFCGARLGGFNFVSTPKCSCGQLAAVHLSKSRTDYQPTQAGRLMRPSVKYLSHPRVQSGCDKEALLTGGGSEN
RNHRLLNMARNNNDPGRLTEALCLEVRPTYFEMKNEKLLSKASEPKYQLFVPQLVTGRCATRAFHRKSHSLDLNISEKLT
LLPTLYEIHSKTTAYSRLNETQPIDLSGLPLQSSKNSYSFQNPSSFDPSMLLQRFSVAPHETQTQRGGEFQCGLEAASVY
SDHTNTNNLTFLMDLPSAGRSMPEASDQEEHLSPLDFLHSANFSLGSINQRLNKRERSKLKNLRRKQRRRERWLQKQGKY
SGVGLLDHMTLNNEMSTDEDNEYAEEKDSYICAVCLDVYFNPYMCYPCHHIFCEPCLRTLAKDNPSSTPCPLCRTIISRV
FFQTELNNATKTFFTKEYLKIKQSFQKSNSAKWPLPSCRKAFHLFGGFRRHAAPVTRRQFPHGAHRMDYLHFEDDSRGWW
FDMDMVIIYIYSVNWVIGFIVFCFLCYFFFPF                                                
>Hsap_ENSP00000373772                                                           
MSGIGNKRAAGEPGTSMPPEKKAAVEDSGTTVETIKLGGVSSTEELDIRTLQTKNRKLAEMLDQRQAIEDELREHIEKLE
RRQATDDASLLIVNRYWSQFDENIRIILKRYDLEQGLGDLLTERKALVVPEPEPDSDSNQERKDDRERGEGQEPAFSFLA
TLASSSSEEMESQLQERVESSRRAVSQIVTVYDKLQEKVELLSRKLNSGDNLIVEEAVQELNSFLAQENMRLQELTDLLQ
EKHRTMSQEFSKLQSKVETAESRVSVLESMIDDLQWDIDKIRKREQRLNRHLAEVLERVNSKGYKVYGAGSSLYGGTITI
NARKFEEMNAELEENKELAQNRLCELEKLRQDFEEVTTQNEKLKVELRSAVEQVVKETPEYRCMQSQFSVLYNESLQLKA
HLDEARTLLHGTRGTHQHQVELIERDEVSLHKKLRTEVIQLEDTLAQVRKEYEMLRIEFEQTLAANEQAGPINREMRHLI
SSLQNHNHQLKGEVLRYKRKLREAQSDLNKTRLRSGSALLQSQSSTEDPKDEPAELKPDSEDLSSQSSASKASQEDANEI
KSKRDEEERERERREKEREREREREKEKEREREKQKLKESEKERDSAKDKEKGKHDDGRKKEAEIIKQLKIELKKAQESQ
KEMKLLLDMYRSAPKEQRDKVQLMAAEKKSKAELEDLRQRLKDLEDKEKKENKKMADEDALRKIRAVEEQIEYLQKKLAM
AKQEEEALLSEMDVTGQAFEDMQEQNIRLMQQLREKDDANFKLMSERIKSNQIHKLLKEEKEELADQVLTLKTQVDAQLQ
VVRKLEEKEHLLQSNIGTGEKELGLRTQALEMNKRKAMEAAQLADDLKAQLELAQKKLHDFQDEIVENSVTKEKDMFNFK
RAQEDISRLRRKLETTKKPDNVPKCDEILMEEIKDYKARLTCPCCNMRKKDAVLTKCFHVFCFECVKTRYDTRQRKCPKC
NAAFGANDFHRIYIG                                                                 
>Hsap_ENSP00000377086                                                           
MSPEPVPPPPPPQCPGCDRAEPIAQRLEEGDEAFRAGDYEMAAELFRSMLAGLAQPDRGLCLRLGDALARAGRLPEALGA
FRGAARLGALRPEELEELAGGLVRAVGLRDRPLSAENPGGEPEAPGEGGPAPEPRAPRDLLGCPRCRRLLHKPVTLPCGL
TVCKRCVEPGPARPQVRRVNVVLSGLLEKCFPAECRLRRLAGQARSLQRQQQPEAALLRCDQALELAPDDNSLLLLRAEL
YLTMKNYEQALQDASAACQNEPLLIKGHQVKAQALSGLGRSKEVLKEFLYCLALNPECNSVKKEAQKVMCEVLFSATANV
HENLTSSIQSRLKAQGHSHMNAQALLEEGDAGSSENSSEKSDMLGNTNSSVLYFILGLHFEEDKKALESILPTAPSAGLK
RQFPDDVEDAPDLNAPGKIPKKDLSLQRSPNSETEESQGLSLDVTDFECALCMRLLFEPVTTPCGHTFCLKCLERCLDHA
PHCPLCKDKLSELLASRNFNITVLAEELIFRYLPDELSDRKRIYDEEMSELSNLTRDVPIFVCAMAFPTVPCPLHVFEPR
YRLMIRRCMETGTKRFGMCLSAEHAGLSEYGCMLEIKDVRTFPDGSSVVDAIGISRFRVLSHRHRDGYNTADIEYLEDEK
VEGPEYEELAALHDSVHQQSVSWFASLQDRMKEQILSHFGVMPDREPEPQSNPSGPAWSWWILAVLPLERKAQLAILGMT
SLKERLLAIRRILVIITRKMNSRQELANARERNN                                              
>Hsap_ENSP00000381298                                                           
MSSPAVARTSPGGSREMAPAPQGRGRFWEVGGGSGHRLERAAAESERWELLLRRGELLALGGHLKGALEAFAAALRRGAP
ARPECLGALVDCLVFNYRLRHGLGWSAAPVAGADGGAGGLLRCLGCRGFLSEPVTVPCGHSYCRRCLRRELRARCRLCRD
RLPPATASATDAEGTAPRPPPLAAAIAASDFRTSVVLNHLAEKWFPGQRERARAAGRLGELLHQGRYREALAAACEALRA
EPSDLIVKIYRAESYAGLQEFKAAIEDLNAVLFQLPDWPEVYFRKGKVLCDAGFLGDALQLFLQCLALDEDFAPAKLQVQ
KILCDLLLPENLKEGLKESSWSSLPCTKNRPFDFHSVMEESQSLNEPSPKQSEEIPEVTSEPVKGSLNRAQSAQSINSTE



MPAREDCLKRVSSEPVLSVQEKGVLLKRKLSLLEQDVIVNEDGRNKLKKQGETPNEVCMFSLAYGDIPEELIDVSDFECS
LCMRLFFEPVTTPCGHSFCKNCLERCLDHAPYCPLCKESLKEYLADRRYCVTQLLEELIVKYLPDELSERKKIYDEETAE
LSHLTKNVPIFVCTMAYPTVPCPLHVFEPRYRLMIRRSIQTGTKQFGMCVSDTQNSFADYGCMLQIRNVHFLPDGRSVVD
TVGGKRFRVLKRGMKDGYCTADIEYLEDVKVENEDEIKNLRELHDLVYSQACSWFQNLRDRFRSQILQHFGSMPEREENL
QAAPNGPAWCWWLLAVLPVDPRYQLSVLSMKSLKERLTKIQHILTYFSRDQSK                           
>Hsap_ENSP00000384197                                                           
MGFALERFAEAVDPALECKLCGQVLEEPLCTPCGHVFCASCLLPWAVRRRRCPLQCQPLAPGELYRVLPLRSLIQKLRVQ
CDYRARGCGHSVRLHELEAHVEHCDFGPARRLRSRGGCASGLGGGEVPARGGCGPTPRAGRGGGARGGPPGGRWGRGRGP
GPRVLAWRRREKALLAQLWALQGEVQLTARRYQEKFTQYMAHVRNFVGDLGGGHRRDGEHKPFTIVLERENDTLGFNIIG
GRPNQNNQEGTSTEGIYVSKILENGPADRADGLEIHDKIMEVNGKDLSKATHEEAVEAFRNAKEPIVVQVLRRTPLSRPA
YGMASEVQLMNASTQTDITFEHIMALAKLRPPTPPVPDICPFLLSDSCHSLHPMEHEFYEDNEYISSLPADADRTEDFEY
EEVELCRVSSQEKLGLTVCYRTDDEEDTGIYVSEVDPNSIAAKDGRIREGDRILQINGEDVQNREEAVALLSNDECKRIV
LLVARPEIQLDEGWLEDERNEFLEELNLEMLEEEHNEAMQPTANEVEQPKKQEEEEGTTDTATSSSNNHEKDSGVGRTDE
SLRNDESSEQENAAEDPNSTSLKSKRDLGQSQDTLGSVELQYNESLVSGEYIDSDCIGNPDEDCERFRQLLELKCKIRNH
GEYDLYYSSSTIECNQGEQEGVEHELQLLNEELRNIELECQNIMQAHRLQKVTDQYGDIWTLHDGGFRNYNTSIDMQRGK
LDDIMEHPEKSDKDSSSAYNTAESCRSTPLTVDRSPDSSLPRVINLTNKKNLRSTMAATQSSSGQSSKESTSTKAKTTEQ
GCSAESKEKVLEGSKLPDQEKAVSEHIPYLSPYHSSSYRYANIPAHARHYQSYMQLIQQKSAVEYAQSQLSLVSMCKESQ
KCSEPKMEWKVKIRSDGTRYITKRPVRDRILKERALKIKEERSGMTTDDDTMSEMKMGRYWSKEERKQHLVRAKEQRRRR
EFMMRSRLECLKESPQSGSEGKKEINIIELSHKKMMKKRNKKILDNWMTIQELMTHGAKSPDGTRVHNAFLSVTTV    
>Hsap_ENSP00000387930                                                           
MWWRDLTRLRLWLKREAIPGEGRKAAKVNAGVGEKGIYTASSRGGPPSARSKAVTVVAEGAASRSWLSMDAPELGPGLVE
RLEQLATCPLCGGSFEDPVLLACEHSFCRACLARRWGTPPATGTEASPTACPCCGLPCPRRSLRSNVRLAVEVRISRELR
EKLAEPGARAGRRRGGRIPTMGCLDLPGEDMRKTWRRFEVPTSKSSNSEDDLPEDYPVVKKMLHRLTADLTLDPGTAHRR
LLISADRRSVQLAPPGTPAPPDGPKRFDQLPAVLGAQGFGAGRHCWEVETADAASCRDSSGEDADDEESHYAVGAAGESV
QRKGCVRLCPAGAVWAVGGRGGRLWALTAPEPTLLGGVEPPPRRIRVDLDWERGRVAFYDGRSLDLLYAFQAPGPLGERI
FPLFCTCDPRAPLRIVPAES                                                            
>Hsap_ENSP00000388299                                                           
MNSGILQVFQGELICPLCMNYFIDPVTIDCGHSFCRPCFYLNWQDIPFLVQCSECTKSTEQINLKTNIHLKKMASLARKV
SLWLFLSSEEQMCGTHRETKKIFCEVDRSLLCLLCSSSQEHRYHRHRPIEWAAEEHREKLLQKMQSLWEKACENHRNLNV
ETTRTRCWKDYVNLRLEAIRAEYQKMPAFHHEEEKHNLEMLKKKGKEIFHRLHLSKAKMAHRMEILRGMYEELNEMCHKP
DVELLQAFGDILHRSESVLLHMPQPLNPELSAGPITGLRDRLNQFRVHITLHHEEANSDIFLYEILRSMCIGCDHQDVPY
FTATPRSFLAWGVQTFTSGKYYWEVHVGDSWNWAFGVCNMYRKEKNQNEKIDGKEGLFLLGCIKNDIQCSLFTTSPLMLQ
YIPKPTSRVGLFLDCEAKTVSFVDVNQSSLIYTIPNCSFSPPLRPIFCCIHF                            
>Hsap_ENSP00000390551                                                           
MASGQFVNKLQEEVICPICLDILQKPVTIDCGHNFCLKCITQIGETSCGFFKCPLCKTSVRKNAIRFNSLLRNLVEKIQA
LQASEVQSKRKEATCPRHQEMFHYFCEDDGKFLCFVCRESKDHKSHNVSLIEEAAQNYQGQIQEQIQVLQQKEKETVQVK
AQGVHRVDVFTDQVEHEKQRILTEFELLHQVLEEEKNFLLSRIYWLGHEGTEAGKHYVASTEPQLNDLKKLVDSLKTKQN
MPPRQLLEDIKVVLCRSEEFQFLNPTPVPLELEKKLSEAKSRHDSITGSLKKFKDQLQADRKKDENRFFKSMNKNDMKSW
GLLQKNNHKMNKTSEPGSSSAGGRTTSGPPNHHSSAPSHSLFRASSAGKVTFPVCLLASYDEISGQGASSQDTKTFDVAL
SEELHAALSEWLTAIRAWFCKVPSS                                                       
>Hsap_ENSP00000391685                                                           
MASGQFVNKLQEEVICPICLDILQKPVTIDCGHNFCLKCITQIGETSCGFFKCPLCKTSVRKNAIRFNSLLRNLVEKIQA
LQASEVQSKRKEATCPRHQEMFHYFCEDDGKFLCFVCRESKDHKSHNVSLIEEAAQNYQGQIQEQIQVLQQKEKETVQVK
AQGVHRVDVFTDQVEHEKQRILTEFELLHQVLEEEKNFLLSRIYWLGHEGTEAGKHYVASTEPQLNDLKKLVDSLKTKQN
MPPRQLLEDIKVVLCRSEEFQFLNPTPVPLELEKKLSEAKSRHDSITGSLKKFKDQLQADRKKDENRFFKSMNKNDMKSW
GLLQKNNHKMNKTSEPGSSSAGGRTTSGPPNHHSSAPSHSLFRASSAGKVTFPVCLLASYDEISGQGASSQDTKTFDVAL
SEELHAALSEWLTAIRAWFCEVPSS                                                       
>Hsap_ENSP00000395086                                                           
MNSGILQVFQRALTCPICMNYFLDPVTIDCGHSFCRPCLYLNWQDTAVLAQCSECKKTTRQRNLNTDICLKNMAFIARKA
SLRQFLSSEEQICGMHRETKKMFCEVDKSLLCLPCSNSQEHRNHIHCPIEWAAEERREELLKKMQSLWEKACENLRNLNM
ETTRTRCWKDYVSLRIEAIRAEYQKMPAFLHEEEQHHLERLRKEGEDIFQQLNESKARMEHSRELLRGMYEDLKQMCHKA
DVELLQAFGDILHRYESLLLQVSEPVNPELSAGPITGLLDSLSGFRVDFTLQPERANSHIFLCGDLRSMNVGCDPQDDPD
ITGKSECFLVWGAQAFTSGKYYWEVHMGDSWNWAFGVCNNYWKEKRQNDKIDGEEGLFLLGCVKEDTHCSLFTTSPLVVQ
YVPRPTSTVGLFLDCEGRTVSFVDVDQSSLIYTIPNCSFSPPLRPIFCCSHF                            
>Hsap_ENSP00000402617                                                           
MIPLQKDNQEEGVCPICQESLKEAVSTNCGHLFCRVCLTQHVEKASASGVFCCPLCRKPCSEEVLGTGYICPNHQKRVCR
FCEESRLLLCVECLVSPEHMSHHELTIENALSHCKERLNRRSRKLRKDIAELQRLKAQQEKKLQALQFQVDHGNHRLEAG
PESQHQTREQLGALPQQWLGQLEHMPAEAARILDISRAVTQLRSLVIDLERTAKELDTNTLKNAGDLLNRSAPQKLEVIY
PQLEKGVSELLLQPPQKL                                                              
>Hsap_ENSP00000407656                                                           
MAAAEEEDGGPEGPNRERGGAGATFECNICLETAREAVVSVCGHLYCWPCLHQWLETRPERQECPVCKAGISREKVVPLY
GRGSQKPQDPRLKTPPRPQGQRPAPESRGGFQPFGDTGGFHFSFGVGAFPFGFFTTVFNAHEPFRRGTGPFSTSPAFFHY



LIGNTSREFRGRIYNFWLPRNL                                                          
>Hsap_ENSP00000408539                                                           
MWWRDLTRLRLWLKREAIPGEGRKAAKVNAGVGEKGIYTASSRGGPPSARSKAVTVVAEGAASRSWLSMDAPELGPGLVE
RLEQLATCPLCGGSFEDPVLLACEHSFCRACLARRWGTPPATGTEASPTACPCCGLPCPRRSLRSNVRLAVEVRISRELR
EKLAEPGARAGRRRGGRIPTMGCLDLPGEDMRKTWRRFEVPTSKSSNSEDDLPEDYPVVKKMLHRLTADLTLDPGTAHRR
LLISADRRSVQLAPPGTPAPPDGPKRFNQLPAVLGAQGFGAGRHCWEVETADAASCRDSSGEDADDEESHYAVGAAGESV
QRKGCVRLCPAGAVWAVEGRGGRLWALTAPEPTLLGGVEPPPRRIRVDLDWERGRVAFYDGRSLDLLYAFQAPGPLGERI
FPLFCTCDPRAPLRIVPAES                                                            
>Hsap_ENSP00000410121                                                           
MAWQVSLLELEDRLQCPICLEVFKESLMLQCGHSYCKGCLVSLSYHLDTKVRCPMCWQVVDGSSSLPNVSLAWVIEALRL
PGDPEPKVCVHHRNPLSLFCEKDQELICGLCGLLGSHQHHPVTPVSTVCSRMKEELAALFSELKQEQKKVDELIAKLVKN
RTRIVNESDVFSWVIRREFQELRHPVDEEKARCLEGIGGHTRGLVASLDMQLEQAQGTRERLAQAECVLEQFGNEDHHEF
IWKFHSMASRLTKTEELEKKWRNGLAASHSLPQQVRPQRRTP                                      
>Hsap_ENSP00000411879                                                           
MASGQFVNKLQEEVICPICLDILQKPVTIDCGHNFCLKCITQIGETSCGFFKCPLCKTSVRKNAIRFNSLLRNLVEKIQA
LQASEVQSKRKEATCPRHQEMFHYFCEDDGKFLCFVCRESKDHKSHNVSLIEEAAQNYQGQIQEQIQVLQQKEKETVQVK
AQGVHRVDVFTDQVEHEKQRILTEFELLHQVLEEEKNFLLSRIYWLGHEGTEAGKHYVASTEPQLNDLKKLIDSLKTKQN
MPPRQLLEDIKVVLCRSEEFQFLNPTPVPLELEKKLSEAKSRHDSITGSLKKFKDQLQADRKKDENRFFKSMNKNDMKSW
GLLQKNNHKMNKTSEPGSSSAGGRTTSGPPNHHSSAPSHSLFRASSAGKVTFPVCLLASYDEISGQGASSQDTKTFDVAL
SEELHAALSEWLTAIRAWFCKVPSS                                                       
>Hsap_ENSP00000414258                                                           
MIPLQKDNQEEGVCPICQESLKEAVSTNCGHLFCRVCLTQHVEKASASGVFCCPLCRKPCSEEVLGTGYICPNHQKRVCR
FCEESRLLLCVECLVSPEHMSHHELTIENALSHYKERLNRRSRKLRKDIAELQRLKAQQEKKLQALQFQVDHGNHRLEAG
PESQHQTREQLGALPQQWLGQLEHMPAEAARILDISRAVTQLRSLVIDLERMAKELDTNTLKNAGDLLNRSAPQKLEVIY
PQLKKGVSELLLQPPQKL                                                              
>Hsap_ENSP00000415682                                                           
MPLSSPNAAATASDMDKNSGSNSSSASSGSSKGQQPPRSASAGPAGESKPKSDGKNSSGSKRYNRKRELSYPKNESFNNQ
SRRSSSQKSKTFNKMPPQRGGGSSKLFSSSFNGGRRDEVAEAQRAEFSPAQFSGPKKINLNHLLNFTFEPRGQTGHFEGS
GHGSWGKRNKWGHKPFNKELFLQANCQFVVSEDQDYTAHFADPDTLVNWDFVEQVRICSHEVPSCPICLYPPTAAKITRC
GHIFCWACILHYLSLSEKTWSKCPICYSSVHKKDLKSVVATESHQYVVGDTITMQLMKREKGVLVALPKSKWMNVDHPIH
LGDEQHSQYSKLLLASKEQVLHRVVLEEKVALEQQLAEEKHTPESCFIEAAIQELKTREEALSGLAGSRREVTGVVAALE
QLVLMAPLAKESVFQPRKSLLQQGVLEYLSAFDEETTEVCSLDTPSRPLALPLVEEEEAVSEPEPEGLPEACDDLELADD
NLKEGTICTESSQQEPITKSGFTRLSSSPCYYFYQAEDGQHMFLHPVNVRCLVREYGSLERSPEKISATVVEIAGYSMSE
DVRQRHRYLSHLPLTCEFSICELALQPPVVSKETLEMFSDDIEKRKRQRQKKAREERRRERRIEIEENKKQGKYPEVHIP
LENLQQFPAFNSYTCSSDSALGPTSTEGHGALSISPLSRSPGSHADFLLTPLSPTASQGSPSFCVGSLEEDSPFPSFAQM
LRVGKAKADVWPKTAPKKDENSLVPPAPVDSDGESDNSDRVPVPSFQNSFSQAIEAAFMKLDTPATSDPLSEEKGGKKRK
KQKQKLLFSTSVVHTK                                                                
>Hsap_ENSP00000418960                                                           
MDLSALRVEEVQNVINAMQKILECPICLELIKEPVSTKCDHIFCKFCMLKLLNQKKGPSQCPLCKNDITKRSLQESTRFS
QLVEELLKIICAFQLDTGLEYANSYNFAKKENNSPEHLKDEVSIIQSMGYRNRAKRLLQSEPENPSLQETSLSVQLSNLG
TVRTLRTKQRIQPQKTSVYIELGSDSSEDTVNKATYCSVGDQELLQITPQGTRDEISLDSAKKAACEFSETDVTNTEHHQ
PSNNDLNTTEKRAAERHPEKYQGSSVSNLHVEPCGTNTHASSLQHENSSLLLTKDRMNVEKAEFCNKSKQPGLARSQHNR
WAGSKETCNDRRTPSTEKKVDLNADPLCERKEWNKQKLPCSENPRDTEDVPWITLNSSIQKVNEWFSRSDELLGSDDSHD
GESESNAKVADVLDVLNEVDEYSGSSEKIDLLASDPHEALICKSERVHSKSVESNIEDKIFGKTYRKKASLPNLSHVTEN
LIIGAFVTEPQIIQERPLTNKLKRKRRPTSGLHPEDFIKKADLAVQKTPEMINQGTNQTEQNGQVMNITNSGHENKTKGD
SIQNEKNPNPIESLEKESAFKTKAEPISSSISNMELELNIHNSKAPKKNRLRRKSSTRHIHALELVVSRNLSPPNCTELQ
IDSCSSSEEIKKKKYNQMPVRHSRNLQLMEGKEPATGAKKSNKPNEQTSKRHDSDTFPELKLTNAPGSFTKCSNTSELKE
FVNPSLPREEKEEKLETVKVSNNAEDPKDLMLSGERVLQTERSVESSSISLVPGTDYGTQESISLLEVSTLGKAKTEPNK
CVSQCAAFENPKGLIHGCSKDNRNDTEGFKYPLGHEVNHSRETSIEMEESELDAQYLQNTFKVSKRQSFAPFSNPGNAEE
ECATFSAHSGSLKKQSPKVTFECEQKEENQGKNESNIKPVQTVNITAGFPVVGQKDKPVDNAKCSIKGGSRFCLSSQFRG
NETGLITPNKHGLLQNPYRIPPLFPIKSFVKTKCKKNLLEENFEEHSMSPEREMGNENIPSTVSTISRNNIRENVFKEAS
SSNINEVGSSTNEVGSSINEIGSSDENIQAELGRNRGPKLNAMLRLGVLQPEVYKQSLPGSNCKHPEIKKQEYEEVVQTV
NTDFSPYLISDNLEQPMGSSHASQVCSETPDDLLDDGEIKEDTSFAENDIKESSAVFSKSVQKGELSRSPSPFTHTHLAQ
GYRRGAKKLESSEENLSSEDEELPCFQHLLFGKVNNIPSQSTRHSTVATECLSKNTEENLLSLKNSLNDCSNQVILAKAS
QEHHLSEETKCSASLFSSQCSELEDLTANTNTQDPFLIGSSKQMRHQSESQGVGLSDKELVSDDEERGTGLEENNQEEQS
MDSNLGEAASGCESETSVSEDCSGLSSQSDILTTQQRDTMQHNLIKLQQEMAELEAVLEQHGSQPSNSYPSIISDSSALE
DLRNPEQSTSEKDSHIHGQRNNSMFSKRPREHISAVLTSQKSSEYPISQNPEGLSADKFEVSADSSTSKNKEPGVERSSP
SKCPSLDDRWYMHSCSGSLQNRNYPSQEELIKVVDVEEQQLEESGPHDLTETSYLPRQDLEGTPYLESGISLFSDDPESD
PSEDRAPESARVGNIPSSTSALKVPQLKVAESAQSPAAAHTTDTAGYNAMEESVSREKPELTASTERVNKRMSMVVSGLT
PEEFMLVYKFARKHHITLTNLITEETTHVVMKTDAEFVCERTLKYFLGIAGGKWVVSYFWVTQSIKERKMLNEHDFEVRG
DVVNGRNHQGPKRARESQDRKIFRGLEICCYGPFTNMPTDQLEWMVQLCGASVVKELSSFTLGTGVHPIVVVQPDAWTED
NGFHAIGQMCEAPVVTREWVLDSVALYQCQELDTYLIPQIPHSHY                                   



>Hsap_ENSP00000420777                                                           
MHNFEEELTCPICYSIFEDPRVLPCSHTFCRNCLENILQASGNFYIWRPLRIPLKCPNCRSITEIAPTGIESLPVNFALR
AIIEKYQQEDHPDIVTCPEHYRQPLNVYCLLDKKLVCGHCLTIGQHHGHPIDDLQSAYLKEKDTPQKLLEQLTDTHWTDL
THLIEKLKEQKSHSEKMIQGDKEAVLQYFKELNDTLEQKKKSFLTALCDVGNLINQEYTPQIERMKEIREQQLELMALTI
SLQEESPLKFLEKVDDVRQHVQILKQRPLPEVQPVEIYPRVSKILKEEWSRTEIGQIKNVLIPKMKISPKRMSCSWPGTP
VYSVAWGPDSEKVLYTAGKQLIIKPLQPNAKVLQWKAHDGIILKVDWNSVNDLILSAGEDCKYKVWDSYGRPLYNSQPHE
HPITSVAWAPDGELFAVGSFHTLRLCDKTGWSYALEKPNTGSIFNIAWSIDGTQIAGACGNGHVVFAHVVEQHWEWKNFQ
VTLTKRRAMQVRNVLNDAVDLLEFRDRVIKASLNYAHLVVSTSLQCYVFSTKNWNTPIIFDLKEGTVSLILQAERHFLLV
DGSSIYLYSYEGRFISSPKFPGMRTDILNAQTVSLSNDTIAIRDKADEKIIFLFEASTGKPLGDGKFLSHKNEILEIALD
QKGLTNDRKIAFIDKNRDLCITSVKRFGKEEQIIKLGTMVHTLAWNDTCNILCGLQDTRFIVWYYPNTVYVDRDILPKTL
YERDASEFSKNPHIVSFVGNQVTIRRADGSLVHISITPYPAILHEYVSSSKWEDAVRLCRFVKEQTMWACLAAMAVANRD
MTTAEIAYAAIGEIDKVQYINSIKNLPSKESKMAHILLFSGNIQEAEIVLLQAGLVYQAIQININLYNWERALELAVKYK
THVDTVLAYRQKFLETFGKQETNKRYLHYAEGLQIDWEKIKAKIEMEITKEREQSSSSQSSKSIGLKP            
>Hsap_ENSP00000423391                                                           
MAKRLQAELSCPVCLDFFSCSISLSCTHVFCFDCIQRYILENHDFRAMCPLCRDVVKVPALEEWQVSVLTLMTKQHNSRL
EQSLHVREELRHFREDVTLDAATASSLLVFSNDLRSAQCKKIHHDLTKDPRLACVLGTPCFSSGQHYWEVEVGEVKSWSL
GVCKEPADRKSNDLFPEHGFWISMKAGAIHANTHLERIPASPRLRRVGIFLDADLEEIQFFDVDNNVLIYTHDGFFSLEL
LCPFFCLELLGEGESGNVLTICP                                                         
>Hsap_ENSP00000434234                                                           
MAEHFKQASSCPICLDYLENPTHLKCGYICCLRCMNSLRKGPDGKGVLCPFCPVVSQKNDIRPAAQLGALVSKIKELEPK
VRAVLQMNPRMRKFQVDMTLDVDTANNDLIVSEDLRRVRCGNFRQNRKEQAERFDTALCVLGTPRFTSGRHYWEVGVGTS
QVWDVGVCKESVNRQGNVVLSSELGFWTVGLRQGQIYFASTKPVTGLWVSSGLHRVGIYLDIKTRAISFYNVSDRSHIFT
FTKISATEPLRPCFAHADTSRDDHGYLSVCV                                                 
>Hsap_ENSP00000434797                                                           
MAKYQGEVQSLKLDDDSVIEGVSDQVLVAVVVSFALIATLVYALFRNVHQNIHPENQELVRVLREQLQTEQDAPAATRQQ
FYTDMYCPICLHQASFPVETNCGHLFCGACIIAYWRYGSWLGAISCPICRQTVTLLLTVFGEDDQSQDVLRLHQDINDYN
RRFSGQPRSIMERIMDLPTLLRHAFREMFSVGGLFWMFRIRIILCLMGAFFYLISPLDFVPEALFGILGFLDDFFVIFLL
LIYISIMYREVITQRLTR                                                              
>Hsap_ENSP00000448696                                                           
MPILSSSGSKMAACGGTCKNKVTVSKPVWDFLSKETPARLARLREEHRVSILIDGETSDIYVLQLSPQGPPPAPPNGLYL
ARKALKGLLKEAEKELKKAQRQGELMGCLALGGGGEHPEMHRAGPPPLRAAPLLPPGARGLPPPPPPLPPPLPPRLREEA
EEQESTCPICLGEIQNAKTLEKCRHSFCEGCITRALQVKKACPMCGRFYGQLVGNQPQNGRMLVSKDATLLLPSYEKYGT
IVIQYVFPPGVQGAEHPNPGVRYPGTTRVAYLPDCPEGNKVLTLFRKAFDQRLTFTIGTSMTTGRPNVITWNDIHHKTSC
TGGPQLFGYPDPTYLTRVQEELRAKGITDD                                                  
>Cint_ENSCINP00000000113                                                        
MDALRLMGGAAGPNPEEIERLLMCPICLEIYTKPVVILPCQHNLCRKCANDVFQNRGTPMGSGGRFRCPTCRYEVVLDRH
GVYGLQRNLLVENIIDMYQTEGRKPTFKTSEVVMCDQHEEEKVNIYCVTCQKPTCSLCKVFGDHQTCNVSPMEKIYKEQK
SEISDSIALLVAGNDRLQAIISQTEELGKMAECNGRKVKSDLCAAFDKLYAVLEQRKTDMMNRITSDVQERSQVIKEMLK
SYGLQLESASKLMEASLALVEERSVPVFLTQARETINKIKATSRDSEVRKPPFKIQDMDEFTVDFNNHETALYKLDFSAL
QVCDATTNDNNETNDDETANQSEGATSNTADNDDDSEEEYDVTVEDDVGDSDATSVTSRSDVGSSYSGARSNNEATGRSQ
SPSSSRNNGSSSGATESSEARRPLEERPVKRGRWYDMYVRQLPVTFDMTESTTLSNPTTVRSELELVVGSPKKDHEDAKM
DDDDDCDVLKKKLEEDCDEKNEDCRQMSAMEAYRRGRHLTANRYRSPEPPQTYRSLRYSSDESDGEVANIRLPLSFQTSP
GESFDSSPRSSPILRRQRNVQGTSPTRRRPRLYGSHRRRTWSHLLDKK                                
>Cint_ENSCINP00000003578                                                        
MSRYRFGSTRSPTSNDTENTPVPLRRSSASVSGASRSRSSLFSQDGRASTPRLETTFGPSFSTVTTITTDEGKVEYQHQR
TTSMSSCKSFSDSREDLHGGSTHSSLQRGIAATAQFNLFRSNSHDSASSTLSQSSFRSRNTEDDAPLVFVETPSAQLYCK
ICQQVYKDPVIMSCGHSYCKHCSVSVDACPVDNKKMSSILGNLAVSEQVGALYIHCRYGCKLVNDHSNEYEVNQSGCPFT
VKLAERRTHEDSCLYAPISCPNNPMCPTMLRMHLEEHLKSCKNLQCANHKYGCLFIGDRETQAAHMKGCKYEFVKDFLQI
TEEKINKMHLSLKQADEENTFLRSMLSKTVSRMDELEKNFEMKLEVMSTNQSKLVEELREFRQDNALINNQLQDLNTRLH
ISGVGVFDPQQIFKCKGTFVGHTGPVWCLCVHGDYLFSGSSDKQIKVWDTATNYKCQKTLEGHGGIVLALTAHGDKLFSG
SADCTIKIWSIDTLVELNSIAAHENPVCTLVCINNMLFSGSLKSIKVWEVESDNLKFKQELEGLNHWVRALVAQHDYLYS
GSYQTIKIWDVRTLACVHVLQTSGGSVYSIAVTNHHILCGTYENSIHVWDLRTHEPVAQLTGHVGIVYALAVLSTPEQTK
VFSASYDRSLRVWSMENMICTQTLIRHQGSVVALAVSRGRVFSGGVDFTVKVWQ                          
>Cint_ENSCINP00000004504                                                        
MEIEKLAKLPNDIRKKAFCHRKSSFERKPSFTSSSSCNATSTSSKRLTERDSSPKSERDNREKTFRKVRSNRVDRLNSRV
GNCLKAQRSTGETSNENRVWIGHSGATMCPVCSTAMHGSSAEMSAHVEQCIRQRQQSRHPHDEEEEVDVENDPPRAPSNH
DDTRSNQSFSSDCDWRNETRSNVPRVPGSNLQDGSFPLNRTSQQSEQVLNVETDDTYLFGLPQFSEADVTSCSVTSHEAT
RSATESPDDSVCSTPPSTGHEESCSNDVASLHLKIKKLINDKRSNRCQICMDSYEDPLASIECWHVHCRKCWLRALSVKK
LCPQCSAITPADKLRRVYL                                                             
>Cint_ENSCINP00000005552                                                        
MIKNRQDEFNPVSTEIKQGKKVNLNHLLNFSYESMEDERGSGRNYRSHQMHKETFNKEQYLQANCQFIVKEGEDYSFYLG
DSDLPMSWELIEKVNMWSSETPSCPICLYEPEVSCVTKCGHIYCWPCILHYLALDNKMSRICPICHVSVKKDDLKSVSVY



KDAAHKSQSVITMKLMKRSRGSAVSIPVSQDVTNSKPMDYKFTNCAINTIQEQRNHKFLVGTANDIADNIVRIEIEQLQF
KLATETDETEKSFIQLALDLCRERLKLLEQTISETDDQSTTTNEVNSLNQNNESNVDIETEAKQQAQNYYFYQSNDGQHI
YLHPINAKCISHQYGSFENCPTEITAKILELERFTMNESTRKRHRHLSHLPLSLEFHIAELDLRPPLVSTATLAFFREGL
ERKAAQRKKKARDEKRILRKTHNEEMRKQGKYPAARISLESQKQFPHVHVSNPAPASGGSFSVLLASPGSPDSSLSSYIA
SASSNECCEVRDTPSPISTVGSEENVTAGPSFAQMLRHSNDQPTWPRLASYSCPPVATSSSSAPLMEVDADPNYIPPPSY
QSSFGDALCSALDNLDAGSSEQGSKKKKKKSKGKKVLLFSTASQQFQ                                 
>Cint_ENSCINP00000005781                                                        
MNATSNGTLTGEDISCPICLDIYIQPITLVCKHELCKSCYEDYFLKADFRCPLCKKRLSTWARRNPTVDLLVNVDKWSAI
QQQYPDLVKKRLNGEDTHLEYHRPLSIQVAKQGIIHEEYEEMRLKYERERLSQAEEEEAKSMELINQMMEEEKRQLEKTR
QEQIENDEKFANIICQQLNQPSPSPVCKKILRSTIKTRSAKKKGNGSSIKCKSIDTFFQTSPTQLNSSISSPDPTASTSS
SSQSFCVTSSPTHADKEAAESSQMKMLVL                                                   
>Cint_ENSCINP00000006190                                                        
MAGAKSLKNKLEDDLLTCPICCSLYNDPRVLKCQHSFCHGCLKGSMKAAKSNGKSINCAVCRKPTPLAKKGLADLPKNYV
IIGLSQMVKEHKESGKSPVVAKSSSGKSVGNVKQLVETFNKKSIVEKPSKKRDKNFNIEVPKAGVVHDDENDDSSDLSTS
ASDSSGMTEFTPTDDSESTSSGSDDSSSGSDDSDTDSESDSGSSDDEEPEHVPQRPTIKSSHGIKLGMKVFVFTAKGKPL
PGTVRVLEKYKRKPPNQTQVYAGVQMEKEYKKLTTEDILDMDDSYLFNWLMDFDQPCVAVRIDQCCPAKVIQRFNL    
>Cint_ENSCINP00000008928                                                        
MPGYQNKFVDKVRKRHQCPLCHFPMRDPVQITACRHRYCDTCLQKFLGEGVFNCPVDHLSLDYAKIYPDPDLETEIMSLT
THCTNYSSGCKWTGKLHNLKAHMDKCSHSERDCPNRCGVRIRSMKLADHLEYECMKRRVACDFCGKEFTGEMMDEHEGAC
PQESVHCENKCGAKMLRKYLSRHVTGDCPKRPTKCTHCSKDFNIDILQTHHGTCPRYPIGCPNRCDVLKIPREELEIHLK
EHCKSALTACPFKEAGCKHKCPRYHLERHLTEANASHIRAMFDLVKTQRSHISELQKQLSDLTVNTNGTLLWKIPGYSQK
LQAAQKDQAIEMRSPPFYTHRYGYKLQLSAFLNGNGSGLNSHMSLY                                  
>Cint_ENSCINP00000010190                                                        
MSAIHYKFSCSTEYKNVTFDGISLSLVDLKKSIMEKQKLKSTEVDLQITNAQTLQVYKDDLALIPKNTAVLVRRIPLGPV
RDSKVYVVKRSEKGTSSSYSVASKSAQDTSSTQPKLSFEELAKTSNLAEANASEEDKIKAAIAQSTNEYDPANFVRPPRH
GTYNKYTSNNVGQTSIMRCFRCNQMGHYSTQCSFFYTFHQVDPDRQPKVYRHATGIPRSHMVEVTQKSKGAMLTTDGKYV
VPFMDKKGYEVGKKEKPPFIPQSETKSIEDEEEDEPIPDELICLLCKDLLVDAVVIPCCGNSYCDECIRNALLDSDDHQC
PTCHKQNISPDSLIANKFLRQVRVYNSIFYCTKSCSY                                           
>Cint_ENSCINP00000012753                                                        
SGSSIKPTVPENATPLQPTVLGSYREMNSDFICPICFNLIEEAYMTKCGHTFCYNCLKKSLEQSNKCTKCNSALSKTDEI
YPNYLLNNLIQKKKKKMDEMLACSKRMKIDSRLWEWQSLLATEDDDIHLADIDQMLKLLQEKRRRLVQESAVAHNQVLLE
FLFELKKQKQTALERARTELSVVETDISRVEEALERDDNDENIKKEQLVPKPHSSEPSTSSAAGSSSETSIETFNQLSQK
SKDEESSLHRTVAKRRCRLHAHFDDLHECYYNTRLCEIAPVEERNVELLGDFSNKLRRFTQFSSIRAVASLSYASDILNQ
SSIVSSIDFDKDCDHFAVAGVTKKIKVYDYESVVNNVIDGVNCPIVQMACNSKISSISWSHYHKSWLASSDYEGSVILWD
AFTGQKNKVFQEHEKRCWSVDFNSVDPRLLASGSDDARVKLWSTGVQRSVACIEAKANVCCVQFNPHSAFHLAFGCADHF
VHYYDIRNTKQSVSVFRGHKKAVSYAKFVDKDEIVSASTDSELRLWKTSTSPCVRSFRGHTNDKNFVGLATNGDYIACGS
ENNSLYIYYKGLSKSLLTYKFNVVKSVLDREQTDDDSNEFVSAVAWRANSDIIAAANSQGTIKI                
>Cint_ENSCINP00000017525                                                        
MMYGTVDSDRQQTGSLKQSIYQSQKLALRKQCSYVQQQNYYNGRARNDYGNTATDCHRRTDCSPRRDYERFCIPEDIELQ
NQPSRRTIDRFPRPLSPVSRVINTPSPLPRSLSRGSSRSCQSSSADDSGREGGGASSSGIGLSSTNSSRRASSCSSGTGC
SRNTYHSNVLTLVGSSVGSISSREVTDSSELTVRDVTQRPSSENAEVAFYNERNQKHQECESQLTERAQSMDSLENELTC
PICLDLFHEPILLPCAHNLCAGCVEQFVSSHRTSGDQSGFRPTFKCPTCREMITLDSRGANGLRRNLTLQNIVDGYRRAA
ASVSSPHRNEFDVSSGDESSASNLSTQSDGSLGPSRGRRRSRVAKETDGQDYSQLTSPMREVRESEDVVSCQFCELEPPR
QAVKTCLTCRAYYCERCLRVTHPRKKPFINHKLVPASPGNAGTLSAKSKTLSAVYCFHHAQESADLYCPVCDMALCKGCS
LKPEHDRHGIECVTEWCRKKREELEIHVTGLANQKSEVQRSVTILVEACQQIEATAESQEAKLHTEVESLIRVIKEREAT
IVARIKDTKATRLRKLTQEVTSSHQCLENLVGVENIVKDVIGQEDNYATFMKNSKIALDRITQINSLAQMAKPPNGDIEC
PGFYLDFSQERSMLEKMNMMEAPAAPKICEELCTQSHDKVTIQWRSTDHRHVGAYELQYAVDNNRSPDNNSKQEGWMIVP
NIKECHYTINGMQTGTRYVFAVKATNKAGSSRSEQLSIKTLGIPFQFDAHSMHKKLRLANHSYTVSREESGKKSKDFLGN
SRDSTVCGVTGNVAIDSGRHYWEVVICQSTSFTMGVCYAQAARYDWNGKNSMSWCFCRTNDDWFARHDSKDSPIIMPSPE
PKKIGVLLDCDLGTVAFFDGASGRLLYTFCVSGFERPVRPCFTVGNKSLTINTGVTVPDHLHPIG               
>Cint_ENSCINP00000018700                                                        
MSTEPSAGGENVGFKKAAGFKRGGGRKRPQRRVVEKNNSSSSSEEESAVVRKEKRQILNHMKQSTNKMKKKVKYSSSSSS
ESDQKAKAIAVLYKSTQSAKASGPDDMGATKIFELDTSKDRDAQAVFERAQKLQEELKSGEADDKVYRGAAGYRKFIKPK
DTALGNASSGMVRKGPIRAPEHLRATVRWDYQPDICKDYKETGFCGFGDSCKFLHDRSDYKHGWQIERELTEGTYGRNQE
ENWEVSDSDDELPFKCFICRKSFVDPISTRCKHYFCEQCALNHYRKSRRCFVCGEQTNGVFNPAKEIVSKMENESKQSQI
VEDGD                                                                           
>Cint_ENSCINP00000019449                                                        
MSQSNNTSCVQTNKTWELTPYELQRTPQEVITDNTEIAVSPRSLHSELMCPICLDMLRNTMTTKECLHRFCSECITTALR
SGNKECPTCRKKLVSRRSLRPDPNFDALIAKIYPSRDEYEAHQAKVLQNITRHHNQAALTASIEEGLKSQAASRLQKVKK
QDISTPTTTQPTTGASNGDTNSGLSREKENTDSSSQTHSSVRTSEERESDVSNSPPVNKKRKISETTEETTVTTTSGAPS
PVPETSSNSASVEKQSVKKEAPQAALSVELELHPHPDQTGSKVEQTVRFIKTSVHATVHHVAQYIALRNTVEKQTTKGTV
VPTALDVYPEYTIFVKENELYKDLELTETLETVQEKYWNPDNRPLVYYLKKS                            



>Cint_ENSCINP00000020173                                                        
MDNSVLHCLQQLQKVVECSICLETMTNPVQTKCNHSFCSHCIHKAMAERPSFKCPLCKTAISKRSLKKSSYLTEVISTLT
TLNKSAHKEMHVEGFTEPKSTEKELGVLKKGNNSRNMLKKSATPEQPPGFAEEHSQVEDMNLIPRTEDQLTPDLLDFVET
TKSPNGVKLDPKSTKSSKLNLDKSAKKVADNVAGGSANTESADTNPDELYDFPQSQPSTRGKVPVKKTRKAITKKSAKKL
IWDKSVTANQSRKKQEKGKKAKTSSPPLPVKSPTDIKIIENIKETESHKLVIEKRRTGRSSSIEKSKQTVAVMFVQSPKK
ITTTETTPDIQPVAVKPNLRAITKKCTKKQPKEVHFQDKDVTPPLAPLAVSTTLDCCDSVPKNEATPTKPHTPGMETSSS
IVAKCLKEHEHLTRRLMYAESSSDDNMMMPVSSVTDRNQTGYQDKVASWLKDVDPALEHTETTDGQKQLESIKDSDLEDM
VSISQVLNEDSCKIVRRKKRNLPSVPVKTKLTSVIRNAEVFGDKKPKHKYSAKNKSYGFAKNLSESSTQLKESNNFVQAL
ISNEKKTTKRRLRSSK                                                                
>Cint_ENSCINP00000023542                                                        
MLGALKVWASGQKSSKYSPRNKRKSRPGSRPSSPVPLTCEPQESDVDNTEMVNYGHLLTCPLCDELFTHPVLLPCQHSLC
YGCARAQILSDDAMMTSMIEEIADEDSAIEMSAVTSPTYTSSFTSSPPRSVTRKNSDPEFDLSPQSSNSRQSGFPDLENE
DPQLMERESGNNNGGNKQSIVLTTKDLLHFKSSARDRTSSTRSLKSGHSTPRSGSFIESDGQRPGFKKFFSPASSGKNSL
MTSSITSSSSSLRSMSKRPSLRRSSSTSSIARAASMRSHSQHHNALATLKKSRVKSIFCPSCEQQVQLGKLGISGLFRNF
ALETIVERFRSAAKAAVAIRCGYCKPPAADATKSCIDCKVGNKCCFFVVSWPFVKDY                       
>Cint_ENSCINP00000024518                                                        
MSPIRTRASSTPDYNIFKENIRFAGHMMASSIDLLTKINDEFLTCQICFETYTRPKSLNCQHTFCLKCLEEYTPPNSVRV
ICPTCRSEQPLTADGINGLKDNFFISSMSDMLKTVKEIRSEDKDGTSLMCDTCDHDNRKVAIARCLDCTDFLCNECSTWH
IRTKLTRRHKIVSLSEFESGIHNQELKSRAKIYCMIHDGEAAKIYCQSCQCPICHECVESGHSRHRRCSLKEEVLNQSHQ
IENLLKTAKEKTDVLRTLQRTLKDIKQTKKLDRDKAESEIERICEIFINTIHRRKQELTDELHNMHATEVKRINADEDSV
EMQLSSLVSCTEFSRKVLEYGTPKEVLGLNNQMTQILHQLLETHPAATYHNTNQTDNIQFDTNADASVRVIRDNLGRLII
QKATFDEVVNKVLKQLDSFCVADNHSMVRRNGKTLIQRAESTETKLVVQLGKQGIADGEFESTPNLAINSVNEVITADYD
GAKIQIFDPQGNFKDSFVTEVNKRMCKPAGIAILDNDDIVVCCEDQVHIWTHEGKSVLGFGKGQFGNCSSIAVNSENRIV
VADVGKHCISVFTDTGKMLLQFGAQGKGESKLVEPRYVACDSQNNIIVSDGGDCSVKKFSSQGEFLLSFGAEGPERGQFQ
GPRGLCTDEHDNILVADCWNHRVDIFTPDGCFMRHIATGADSLHFPWCISLTTNGKLVLSE                   
>Cint_ENSCINP00000026615                                                        
MSSELTCHSNNVESTTVKNFGTNSLVKSFPGSSSQENLYRSGANASAYSEFGVTLHHIAVTLSAQSDCLSPVTVDILIDI
IMDKLQSILSENRDTVFNSTTLNVEDFESPMDDFACPHCRELLYKPITFLCGHSFCQLCVQCQENPMTFCEVCNVLITDE
ERLGYSNNVVLMAVFESWHKNEWQGRALTTEGIALLCKQEYKKAIEKFNKALELVPQSHSAFLHRAKANFSLGNYEAALR
DATRASVVAHKSPEAYYVKGEILYQLDYVEEALFYFLICVLLDSSRKDAKKRTHEIITTLVSPHFSATNATHSTNKRSNP
SQNEFPSKRNCLVYDETASSSSATVDYVTNNDITPTVHVTPMTFTNRSVYPPSVHAWSMKNLDVKPSLTKSDTPEKYEAA
LEIILKTIDDSSANDLRTLRTQRVSKDLVEAMALKPAPKARLQNNEELDDSDLECSLCMRLLCDPVCTPCGHMFCQGCIE
RCLDHKSQCPLCKKTAKHNKSLEALHSPCCYVTKAIIRQYLPEEYAERELQHKQEIDELTKTQPIFVSTIAYPSVPCPLH
IFEPRYMLMLRRCLDYNDREFGMCMRSPDKPHHDNGTTLRVKNVKFFPDGRSVVDSVGNRRFVTKHSQKRDGYHVATLKF
IEDTKIRDEDIEKLTRIVDKVYDEAREWFSSVTPPLKQKITLHFGDLPTKQYGFNTENGPDWLWWVLAVLPVEDTYKASI
VGKNNLQERLLTIHKIFVCLQVKSKKNSQGSASTSSSS                                          
>Skow_XP_002741528                                                              
MAAAASDVVDAGAVLAEINEDFLCCAICLERYSDPKILPCQHTFCKKCLVQLAEKGVADTLMCPTCNRSVKVPINDLQSN
FFMSSLLDKIPEKLVAGTPKVCEFCEENEVTSICVECQQYSCTPCTRVHKKTKTTKSHQVLSVDEYQETKNKKPFAVQSI
QYCNVHTGNQLKYYCDTCQTPICMECTIIDHRVPEHKHRYIKEVADEYSDELKGKVRKLKVKADEAETSKMSAKAACDKL
KTCCKEEEAKINKKTDEILEDLRRQIEVVKQKKERLVDELKTEYTARVKNMEIKVDELEMKHGNIVSTCSYLETLVQHGN
PGQILSAKQVYQQXXXXXXXXXXXXXXXXXELMEFRPHPGRDDVRMLATNACQQNCSLDNVPKQLIKGDTATLMVTTRDK
QGKQVIPRQVVEARVTKPDGSSDDIKVQDNNDGTHTMMVHGEIDGKYKVSVTIDNQPIPGTPAQFNVIKGLVKTIGKNGS
GKGEYNLPVGVTVDKNGDIVTAERGNKRLQITDKDGNYKNIIKIEKCIPSGLCIFNGKYYMTDLDNAQVVISDMNGHVIK
RFSENMKHPIRIVVRPADGMVYVSDWDLKIGDKTNKDGHLIRKYTKDGDYIKSFGGYGSEARQFKGPSFMAVDNHGLLFV
GDYNNNRIQVYNTDDEYMYSFNCPGQDEGQIYGPRGIAIDKEGYVYVVNYNNKVQKFDRSGRFICRIDKDTDGLNSPSDV
AVTDDVPCRVVVVDRNNHCVKIFAQ                                                       
>Skow_XP_002736414                                                              
MESRSVRFGQDSVSGDEDEQTFLEQNGVDDDPLQYDTVTTTNNRESTLRRTMSETIFNCGCCYELMVQPTTLNCGHSFCR
LCLARWWKISNNTTCPGCRQQWNGFPHINIILRTTLEKMFPQNITSRREQLNNADNKSLLDEFEKFGKDVTKKQKKQSNS
GFCSGVFFSLAIVLLLCLVWGFRDDDNLLVKKPVIKWTSSEVAEWVAEFGAWAIDNHYPEKFLTNNVDGRLLLGITEDDL
KVPPFNINIQLYRRAIMSELRFVKXXXXXXXXXXXXXXXXXMGCHYFRIELQSYDPTVEQWIDFIPKYIFFPYYLIARFT
SNWIDVHDYTCWFIFVNCVLLTFIEATVFRWLWRQGLRSIPSAMRRHLLAMIGTTILVLMWPVIPFFICDSLFYWALYFT
PVLNIEKILKILKG                                                                  
>Skow_XP_002733627                                                              
MATAESKILEEIDDNFLVCTVCSERYRNAKILPCLHSFCEQCIHKLVQKSGGKNIPCPVCRRVHDLPEGASSVQSNVFLN
ELVVLLGKRDKKTNEVHKCEGCQRDPMTTHCIDCAIGLCDICISTHKRLPSTKSHNLMSRQTFEAAKSVDIATVQPHVYC
GSHPGNQLKFYCDTCDVPICLECTALNHKITEHDYRYLKDTASQYAADLTKVTDMLAEKEKEARDSKENVQRMTELLENR
FSEQEHKLNVHIERVVAEITAKIRKNGEELLHEMNKIFSERKQNLHTQMKELEIAENDMKHAHDFATHLMNYGNAAQLMS
AKKGMTSQIDELLKLKTKQHPAEHDYMEFQSYDDFCETKTLGEILHNKYILEMKDVSTYHRIGDDVSITMATTGGNVVDC
VTLKQKIQSEMLTPPNTTEEVEVTDNKDGTCSLTYRAKVKGVHELTVLVNNKSVQGSPVKINVIPKKGLMGKYGRKGSGV
SRFYYPESVLITSEGNVLVCDRGNNRLQLLTFDGKHKRMIQFTGFNKSFCPCFAAESQDGDYFITDXXXXXXXGNSDGQL



HCPLCVATDTDGYVYVSDTGNNRIQKYDCHGQFVCRINSPGDGLSGPRGICVTNDKPFGKVVVADYNNHYIKIFAQ    
>Skow_XP_002732649                                                              
MAMAVPNKSLLDEVTEDFLSCSICLEIYKNPKVLPCLHTFCQQCLVTFKDKSGGVLKCATCRIQCDTPIQELKSNFFLTS
LLDTFQKQRQPSTDHPPVCETCQVTATHRCVDCPQFCCDVCVTVHERIPALRSHEVLTIDKYREIQSRGHLKVQSKVFCS
VHKDSQLKFYCDTCQIPVCSDCTIVKHRVPEHVHRDLQEVADEYKTQLKEMLGQLKVKEKQVKEEKVAAESTREEIRKQC
EAEKEKVKRRTKEVMERVKREEKMLIDALDESARMDLKDATMNINDWEFHHGNIVSTHHYLETLVHHGNAVHLLSTKPET
TKRIKEMVAMETIPPISHDIIEFQPSSDFAAHALIGVIKCDVCPSKSTVENIPKQLVKGVPVKLLITTRDSRGKQIIPRQ
NIQVKTKTPGASWENIDITDNNNGTYHVMITGKTERKQQVAMTIGNEHIPGSPFHIPLIRGLVQTVGKAGSAGQLSDPVG
ITINKHGDFVTADISNNRVTMHDRDGNYKQSFTFTGQFAKTFTPCDVAISDDNEYFMTDVNNKQVVVSDEYGKLIRKFRS
SQIDEPCGIAINPVTKNVYVSESSKDCIRKYTQSRVYIKSFGKSGNMQGKFNSPYLLAINSKGMVYVPDYLNHRIQVFNS
DDQFMFEFSSTGDSTMRCPIGVAVDRNDYVYVSSNHKVTKHDSNGQFICRIDSDKDGLSWPHGVAVCNDGRIAVVDYNNK
CIKVFEYGFYNLPDSHQETAMLVEIFHLNDHQDRDAKKTSRIVSKIEGHLGTTILLEIFDLKVTKIGMLNRKKNCQCDDL
KDQLPGVXXXXXXXXXXXXXXXXXEGQLSYPWGITINKHGDFVTADISNNRVVIHDRDGNYKQSLTFTGQFAKTFTPWDV
AISDDNEYFMTDVNNKQVVVSDEYGKLIRKFGSSEIDNPYGIAINPVTKNVYVSEYSKHCIRKYTQGGVYIKSFGKSGEQ
VEFNTPYLLAIKSKGMVYVPDYLNHRIQVFNSDDQFMFEFSSTGDSTMICPIGVAVDKNDYVYVSSEHKVTQHDSYGQFI
CRIDSDKDGLSLPCGVAVCNDGRIAVVDCGNKCIKVFVE                                         
>Skow_XP_002742351                                                              
MSHRKSIIVTGIPSGASRDQLQIYFQRSSNGGGDVTSVVYPLNPQSESMKDVAMVTFDKEEDCQRVLSKVQTLNSTLLEV
KPLPPQVFSNLSATVNADLLKTIPPAKVKNLIESVQQDYGIHCKYRLDDSKSLIKFELKGNWHQLSLAQKLLQKYCPILD
EESLPVNGYASSDDPKSLRHVSNGPDQEHSLGQRLFDQSQRNGPLSNGYSQDQQPSFETSSINGNRSIPVDSQNSAHMLK
SREATGQRPRSRAGRVKGSTLFSKVSDHGDAIMEQSEDQMSWDLEPDHDTELLFSRLDSDVVEDKVDRLESVSSPVPVDV
DFYKYLNHTQSQQLLSIEQEFDVKFVCDLGSDAGILQILPGSSNTTKDQIQMANESFIVLYENLFRTTTKFDLLLPTGFQ
HADLVEKTVEDTHKRYSKVFMKFEEANHYAMYGDKDILERAKSHVPKADQLDANQSDWLADGRISQNALKRSVTILSDGR
RELSFLTESGIKVRLYCADITKLNVDTITNAAHEQLINTGGVAYSIRKAAGRQYHRECEEYIDNHGPLYVTEVIHTGAGE
LPCKDVMHAVGPRWEDYKNKIECLDTLRATFVNCLKHANDLLQATSVAIPPISAGIFGVPLDMVAQGMFDAVMEFSEKHS
RDKGNRTLSDIHYVDYEMTTVTDMRKVFMENLKIMASGELPEARLGSLVDVMPERSASPIEDIRARPTSPVQSTQEQIGR
PGTPPVSTPPVWSNQERIERPGTPPVRTSQERVERAGTPVWSNQERIERPGTPPVRTSQERTERAGTPPVWSNQERIERP
GTPPVRTSLDVPRASSPRPTEDVDRRPASPRGTSAFKQFKVTAEIDKYLPTRSFTSPRSGIFGERIRPSTRPLTAERHRR
HQTENSTLKPMRATHDGFDRDRRIDDSELGAVGGDNEKVLAASDKEALVREILDEHDHGPLTNERYYQTQRRLEKLLLED
EFSPIKGSSRHRTRSMDRSRPRTADVSRGSSGRASSLDRRKPLTGSLDLGSTVSKRCQLCRSSKNLTTLPSCSHYICRTC
KTMSTNCYDCLQTSTTRDKGKLKVQATSFQPSLTRAEAKQRLAQKPKRSSSASARFANTQSPLECPICMERVSDPKMLQD
CQHTFCRACIDRALKDKPVCPVCGLIYGTLTGSQPDGTMNTTVDKLHSLPGYTGYGTIVIVYEFPDGIQTEKHPNPGKAY
QGTKRRAYLPDSVQGREVLRLLKKAFQMKLLFTVGQSVTTGLDNVVIWNDIHQKTSRHGGPANHGYPDPFYLRRVKEELA
AKGVK                                                                           
>Skow_XP_002742146                                                              
MAAAASDVLITEDILTEIREEFLYCAICLERYSEPKILPCHHTFCKKCLVQLTEKQAQMLLICPTCSKPIKEPISNLQSN
FFMNSLLDKVSSKVETVTPTVCDLCEENEVSFTCIECKEYLCKFCSKAHQRSKSTASHHVLPIDEYKTAKEKLFSLQPVE
YCSDHKENQLKFYCDTCKTPICMECTIIDHRVPEHQHRYIKDAAQEYAEELKEMIERLKVKADEVETSKISAKTASEKLN
TCFAEEEAKINTKTDEILADLRKKMDKTEVEKLRLIDELKMECSARVKHMEIKVDDLEMKLGNIVSTLSYLDTLMHHGSP
GHIENIPQQLIKGDTANLVVTTRDYQRQKVVSSQVVEASVTKPDGSCEDIKVQDNNDGTHTVIVHGEIDGKYKVSVTIDN
QPIPGTPTEFHVIKGLVNTIGKEGSEVGCYSLPRNIAIHKNGDIVTADKGHARLVVTDRYGGYKNTINIEQYNPRSVCIF
NDKYLVTDFIKKQVVISDMNGKVIKVFSENMKNPAYIAVRSIDDMIFVSDWDLKPHQNTDKDGHWIRTYTSDGYHVKSFG
GYGTNPGQFKGIYSMAFDNQGMLFVSDYGNNRIQVFNTDNKYMYSFNCQGQGDGQIYKPRGIATDKNGYVYVCNNNNKVQ
KFDRSGHFICRIDKDTDGLNVPHDIAVTDDMPYRVVVVDKNNKCLRIFAQ                              
>Skow_XP_002741954                                                              
MGYDIERFCETIEENLKCSVCLGVLEDPLATPCGHVFCSSCVLPWVVQNGNCPLKCENFSPKELNSVLPLRNIIQKLEVR
CEYHRRGCNEMVKIHNLSQHVEDCDYLPIQCSNKGCRVVLNIKDQLQHETQTCEYRPVGQCKNGCGLTLLCRDVHGHECL
KALQAHVASQQVKLVSLEHDLKKMAIRYSKREKSLVVQLATLQNEIHMQALRYQKKLNEYKSQIQYLSKRATSAEKQPCE
EATMSISLERENGSLGFNIMGGNRVSIDGALPAEGIVVSRVTDHGPADRGKLKVNDRIIQVNGKDLSRASHEEAVEAFRN
ASEPIIVQVLRRTSRTKLKSRESTTCSVSTQTDIQMDNFYTNSIHRCPTPPPMSMSIKGLCEISPQQPMTLIDNDLLNEL
DSVDNYDFPLLDEGLDKGYEMEYEEVFLRRRNNNDKLGLTLCYGTDDEEETGIFVSEIEPYSIAGQDGRIREGDQILQIN
GVDVHNKDQAIMLFSQDRQEIAILVCRPQLQLDDGLLYDDTNVLLDDLHMDMLEQHHQEAMQFTSCLLDPECSHNDEGGT
TDTGTTENTSTHHEKDSGVGRTDESTRNDESSEQEILGDDCQKNPGGDSGSLGSGGELRHSNDSFTSTDLPDQDFTGHEI
SVEECMKFKEALASKCDRSQCKSVPECNGRTNDTIGATDSSSRDYIHHLHNSDLPLYADDNLGYNNVVYEGDISRQTDDD
VWVAQDFARSHEIILTTIPEDQLSLKRMSSDSEKEKQGKLGREPSQESIQTEELGQARAALTLHLRSSTEFEQTRNKDRN
RDSSSEKESSGSGKQINKCGTPTKHDGKSQRAGSPSKSKPKEKSGAKERMSSPSKDKRDSNQNQISSSHHQKNSNRKQVS
NDNGGINQQNSCLREQNRKLHEQNMHLRRSMHRLSEVGMSVPSYAQHYQSYLHLIQQREDMSLSSAVKKEKPDTEWKVKV
RSDGTRYITRRPVRDRLLKQRANRIREERSGMTTDDDAVSEVKTGRYWSKEDKKRHLERARDQKQRKEFMIRARMESLKE
QNEDGDAIKKESIVELSHKKMLKKKGRKIFDDFVTVQEMLAHGSKLSPETLKQFNPLLNVTTV                 
>Skow_XP_002741656                                                              
MSDAGDTPGGDAEQEETKSHHSTAPSTHSKVPSQHSNQLNGSMNGEQNGEPPKTPEDKTNITDLIDDMFLTCAICNNRFN
QPKVLSCLHSFCTGCLESYESSNGGELECPVCGKDERRSIRDLPHNTLAMGLIDLKTILGSNEATKCNVCDKDAAVRCYD



CADFLCEDCEKVHKKMKLGKGHRMTSLQEFIDSISDMQNSLLKRSSLMHPTVCSDHEGFLMEQYCETCDIPVCDKCTTTE
HKYPQHHVTPLQESVSRQFNHLERLLRETEKKIPPLQQSLTDVRAVLMDIETQCDFAEIKLRDRVRREIEQLRKLENDLV
DEMEHKILGKRAVLDEQFQRLQQGLNNIHDSCDFTENMLKFGNPLDMIGLNSELENRLQELMATRIKLEPVDSSAIEFTS
NEDFHTSLHSMNHLGTISVARKPTTPARSPSSTAEYSPRVTLNGDDTPHYAPSTIPEETELEVYRAESPLPPPITLSIPQ
VKLPPTPPPPRGTPQNVPMTRDAVTMTTDTRDIGSMTNDDSPPRYTPVGLRFSRDGRPSRGPSRKGRAGDEDISARVYTP
AHQVHRAKVATNPDGSYSVGYNPTMPGNHDLRINFLGQPYGEPLALSMQPEHYQQFARGAQGQNPPGINIILKPAKKNQY
YADELENESEDDDDEWLEGRPFLKIGGKGTAPGKLCGPRGIAISHNDDIVVADRGNNRMQVFFRDGKLSHVFSYRNFTRK
FDPVGVAITNSEQLLISDYDNKHVLLCDYDGRIIRTIGSGILKGPWGVAVGRHGLVHVVDHPQHCVRTFSLDGTHVHTFG
GKGEGPGEFNYPLYVAVNNRDNIIVSDYCYHRVQVFDYRGTFLFDFGTHGDRQGQFYRPTGVACTQKDDIIVNDYLSNKV
QLFKPNGSFVRHLNNDSKWLECPEGIAIASEKPLRVAVVDSGHHCIKVF                               
>Skow_XP_002741525                                                              
MATSNPPDQFVEEIDEDFLNCGICSDRYTKPKLLPCQHSFCEECLVKVVAKSGQPDVVVCPLCRRKHDIPGGISKIEDNL
FINQLVEAFKVRDEKSCVSIKCTACTEADVTKRCLDCTMDVCNVCARAHKKFPNCRNHTIITQEEFKSDKSAKLYSSVYC
DKHPDNQIKFYCDTCEIAICLECIVIDHRDHKYRYLNNAASEFKEELSAMVDQMKVKEQEVKNSMVSVQKVSDSLENNFK
QEESKLNDWSLEIQQEALTAATGRITAQDALSQ                                               
>Skow_XP_002741523                                                              
MATSNPPDQFVEKIDEDFLNCGICSDRYTKPKLLPCQHSFCEECLVKVVAKSGQPDVIICPLCRREHDIHGGISKIENNM
FINQLVEAFKIRDEKSCESIKCTACTEADVTKRCLDCTMDVCNACARVHAKFPSSRNHTIITQEELKSDKSAKLYSSVYC
DKHPDNQIKLYCDTCEIAICLECIVVDHRDHQYKYLKNAASEFKEELSAMVDQMKVKEQEVKNSIVSVQKVSDSLENNFK
QQESKLNEFVEKKVKEIRDQAVS                                                         
>Skow_XP_002741325                                                              
KMAGYLFLEPLTPKYLCTLCKQVLRDPVQTTCGHRYCRSCIDDFINRPGTQRCFECAGEDDPDNIITADQIFPDNATKRE
IQCLEVKCSLPSCTWKGSFKDYEERGHNGHVMVGSADQDGATQIDPDVPTTSQKIKTETAQKVGREEVKSTSGMHTTINK
QSRSIDELKVKTATLNTEVSKYERIVAGLYRQIERNANDVQAIERKLKQDRDLVESLERKIKFQDRIIALKDVALAEQDL
RIQSLELASYDGVLVWKITDFNRKRNDALSGRTTSIYSPCFFTSCHGYKMCARVYLNGDGMGKGNHISLFFVIMRGSFDA
LLRWPFRQKVTFMIMDQNNQEHVIDAFRPDPTSNSFKRPTGDMNIASGCPLFMPLSQLDSSRHAYVKDDCMFIKVIVDTT
DLDMKWLL                                                                        
>Skow_XP_002741211                                                              
MATAEPNLLDELNKNSLICAICSERYRNARILPCLHSFCEQCIGKLTEKAGGKTVLCPTCRRGHDLPDGLASIPKNLFLN
ELAGLIEKERGGDSTKGSQMWQLPESSTPDLGHKQLSCLKNHRLMSLETYNNTRATDPAKVQPPVYCSSHPDNQVKFYCD
TCDIPICLECTALDHKLTEHNYRYLNDAASEYKKYLVQMVDTLQEKELQANVSKEEVKKTSESLKRQFQNEEKKLNEHIE
KTIKEITAKIRENGNHLMVEMKREYESRKQNFQAQIKELEIAENDMKHARDFGKKLMHYGNDAQMMSAKKGMTSQIRQLI
EVNTKQHPVEEEYVEFQRSDFHETKSLGVVLYHICNFKITNVPKYARINEEINVSMTTSGNQSRPLAVKEIRAELSSPSE
KVQEVKVVENQDRTISLKCHCSVEGKHELSVSVWDKPIGGSLAQITIIPNKGVIWKYGITGLGMGQFSNVWGVCVDGNGV
TAVCHQGVQLFSLYGTHQRVLQFTNFTSRFDPRHVAISKEGYYFITDNRNKQVVVFDKNSKVIRCFGNQELTSPMGIAIS
PVNDRVYVSDCSAHCIRIYTQDGEYVKSFGSQGNGQCQFYHPWGMTIDNKGNVIVAEYNNHRIQVCNSDGVFLFSFGSQG
SANNQFNGLWDVACDNDGNMYVCDHNNRVMKYDSHGVFVSRIDSDQDALQYPTGISVTGDKPFGYVVVADRGSHCIKVFA
Q                                                                               
>Skow_XP_002741201                                                              
MAAFSDELNGQLSCPLCLDRFNDPKVLPCLHSFCRRCLDDRAAEPDILRCPTCHHEVPLGDNGIDSLPSNYLLNNILDVV
GTQDEDLENGFGVDRLTDKQRLCSSCDDIRIATSLCRECNEHLCDRCVSAHQRVRLTKEHTIVQLNDSFSFTRSSPFVTS
PLQTVTQQLPTDRAPSYCEIHEHEVLRLYCDTCSKAICRECTMQDHRGHSCVYLQDAVQNCKSITGRLLSDAKMGVRAME
ESIAMTQNMSERVEARTQAVATEVRSTIRRHILALEERERELLRRVEKIRQVKSKSLHTQGEDLRRALINMAQCIESVEA
ALQSGTDIDVLKTKDRMVCQLQELKALRGHLQPHEDDTVLFTPPDAALHTAINALGIISSSGYAPNSTASGDGLKRALRG
KISVFMVQAKDHQGESRCVGGDQVNVIIHGPEGGLYHAEVIDRQNGTYTVSYRPQVEGQHIISVTIKGKHVIDSPFNIDV
KSGRNYSNIGVMMMSFGMEGEALGQLCRPWGVCTSKEGHIIVADRSNNRIQIFKRDGTFVHKFGSAGSRNGQFDRPAGVS
VDGQNRIIVADKDNHRIQIFTLEGQFLLKFGEKGVRNGQFNYPWDVAVNSDGRILVSDTRNHRIQLFQPDGTFLNKYGFE
GALWKHFDSPRGVAFNHEGHMVVTDFNNHRLLVIHPDFQSARFLGSEGSGNGQFLRPQGVAIDPEGHIIVADSRNHRVQI
FTPNGNFLCKFGIPGANPGQLDRPSGICVSPDGHIIVVDFGNNRIQVF                                
>Skow_XP_002741095                                                              
MAEFSKRIFIDVPIEDKYICRYCDEILHNPLQTHCGHRYCRQCFEELLRNEGDVLCSSCREEGIMDSLLNIEQAYPDRAI
ARELNKHNVQCINIGCDWTGSFKDYKLDHNPTCEYEMIKCVNRNGCNVSIQRGNLSSHLEKDCPMRIVKCEHCQHETAFI
DMEIHLRECADVTKETNSCKEKTVRKTMTDHTEPESSICSKDLVFCDFKEIGCEDMEKKILCLQSDEKRIADRLSRLSTR
NERENSEDDALVRTVEKHDKSIVGLNNCIAVTNKKINTCEGMIVVLNNEVGTMTDNVTLLSRQQKKYTEMIEALEKKVKA
QDRIIALKDVAIAEQDLRIQSLEMASYDGVLVWKITDFAPKRQDAISGRTTSIYSPCFYSSRHGYKMCARIYINGDGMGK
GNHVSLFFVIMKGESDALLRWPFRQKVTMMWLDQINKDHVIDAFRPDPTSSSFQRPKHDMNIASGCPLFMPLSQLESLRH
HYVRDDTAFIKIFVDTSDLS                                                            
>Skow_XP_002741087                                                              
MYRRVSTSIPKYSFLGDKIDEDLLTCPVCLKRYKNPKILPCHHSFCEQCLAQLKGTQDTIECPNCRQCHSVSTIQYLRPS
TIINSVIDIIEEQERRQDGGACHGCQENPSTNRCVECAMDLCTTCAKVHSNIPLISPPHRIMTAQDFNKTKLQDQSIALA
AVHCTSHKDRLIENYCAKCKVLTCPLCLRVSHKWHRSIDLRGAADRFCKMATDHIKLLKAKQSEVKQSKINATKQSEELT
KQHLHRKQQIKQHSQETIEKLTKIIKQEENSHLSKLKTDYDKMNEEINRIIHQYETTEEILTSTITLMNNLLEYSSAAQL



MKTSKETTNQLETMMSLDTTWNDKNKSLPQFYPGDITLQGMLGTLQAADSVNPSDQQKQESTHAINAPMKLEKIIGGRGT
ELGMFDEPIGVSINTSGDILVAEEGNGRVQIIDTYGRPKSQLQFTGYSKPVRPIDVAVSVDNTYFITDGPWEGHEGNNQV
IVCNQYGNFITCLGGRELKCPRGIAINHNNGVVYVVDCDAHCIRSYEITGFRYIKSVGGKGQGSCQFVHPTFISINSKGC
IIVSDNHRVQALTSDGVFMFEIRGCPYEKFIWPMGVTTDKNDNIYVCDNGNDRVQVFDSRSRYITDIVCDAVDGPRCIAI
SDDGKVVVTDDLHCVQFWSFIK                                                          
>Skow_XP_002741082                                                              
MSSIHYKFKSSNDYDTLTFDGLHISLSDLKRAILTQKKIGKSAEFDLQITNAQSGEEYKDESHLIPKNASVIVKRIPVGG
IRANIKAEPVDLNGVPNIKPVCSNAIFDHNDLWSCTADLATANASEEDKIAAMMHQAGRDYDPATYPRSRYPVGPPPVNY
RCYRCQKTGHYIRNCPTNADSRLDIRQPKHSTGIPHSFMTTVDNASVPGAMLTSFGHYAVPIIDQNAYKVGKKEKPSFLQ
QEAAPPPLVESAPVPPELQCQICKDLLRDAVVVPCCGNSYCDECIRNALLETEDHTCPGCHESGVSPDSLIANKFLRRAV
TNFKNETGYTKVKPVQPPPVTMSIPVKPPQQVPPPVTQTRPQLQLQPRVERPPPSAVPPPRAITVPSVPTTASPSLEPSP
DRPSTPTMDEMPTNSTVPRNASMQMRHVSVPAAESQSRSVPGPRPFPNKNFNSGFSAAASVTGPPVRMGAPLPQGQGTGP
PQRVNGPPPLLSVYPRDNPPPVSAYSNDRPPVHRPTPPGYTRHRPNEPRPRGPAPPRHRPPLPPGLTSPPGSTLPLGPRP
RVPPPQPGYHGPPPRHIAPLIGSAPPPASLPPLLPEVHMSGLPGMAPPQPPPPPHIMPGPPPGSILPGPPPMPIYPPDPR
PLSEEEFYREQRKLQAQYKKSDPMDDFARELLQYKQEQKLRQMSRSRSRSRSNSWSSSYSSSSSRSSSYSSRSRSHSRSS
SSSSSSSSTDHSRSRGYSKSPPRTRYRSRSRSRRRSRSRTPRRRSPPSYRRPRSYERERDRPRPRSPPPTRYYNDRRSRS
PPPYYRSRRAMPPEQSYDPRYDTRIMRGYDDRAPRYDQPRYYDRLDPRYDSPYDSMPDPQMDPRHYDRYYEDRYRQYTDD
RYRQPMQPHLDAGAWSPQRRRPSPLPLQHGGYRGREEINRERLAKRPLRRSRSPVEHERPRKRTRSASPERLARPDDRVR
DKQRSRERTDDQVRRDHRDRKERKHSERSEQKENIETTKSSSRSSKEHTSKKSKRSAEPVKKSSKVVDSAQTVKEDSIVN
AAKETKKEKKKKEKKKKVGKTKNESDVKVTEATDEVVEMAEETEPKKKIKKDKSKKKRKHSKSSDTAELPDEPGVKIARP
DIVSPKMHDIPDASELIKNSEKVSKLQKKKDTKTVSVSDDKRPTSAKNVELQNPEKTVKLESKDDIGIRSPLKSKVKVVD
YSSASSANSPQHIKGKKPTPIESKIVKTEEKREKISSVVKVKDELKDKREFRLSVELDNSAAHMGSREVTMKKEKDATGS
NSQENSESTPVEELITITVPVSKWEQEEYESGASNAPSTSQSPKGTLDLEQSEANFEPDYNESSESESGDEESLKVDEQS
ASRSRSRTLSSSTARSSQSQSPTRKSHKKHKKHKKHKKHKTKKRKTSGKDEDSTTKTHKKKHKHKKPKKSKTKTKHKEKE
K                                                                               
>Skow_XP_002741000                                                              
MNTPETGTILEGIGDEVVQSFVIVLCIFLPIPIFVWRYQHRSQAIHPDHQQRVNNARLQLGINEDNGDANHQGATRNGLP
GQQRRYAVDLQCPVCLQDAQYPTETNCGHVFCANCIITYWRHGSWLGAVHCPVCRQQVTILLADFSPEERQSEEGRAKMR
DLHDYNRRFSGEPRPFMDYIRDLPTLLRHAWGEFFSLGGLVWMFRLRILLCFLAALLYFISPLDIIPEAVFGVLGFMDDL
FVLLLLLIYVSIIYRNIVTNRAQNA                                                       
>Skow_XP_002740994                                                              
MWIQVRSMDGKKSIQVDGLSKLTKVEELRTKLENPFDAPPERQRLFYRGKQLEDGHTLFDYDVGLNEIVQIMVRQCLPLQ
ASLPVNSANCNGYISDSSDVAMETGEAIGSDTAGPSSSHDENEENETGSIYRVGDIVDCLDIGSGAWFEAELKIITPKNS
NAAKNEACEPNQETKDQTNISKDIVATNTNSSDCVDGHCDIKSLSYDKKVTERTSDEENEEPNADKKTTKADGKVKPVRN
EVKPEVETEEEPDDGFIYSVTWEGYEGTNDVCSRHIRPRARTIIEWDDLKEGMTVMANYNPDVPQERGYWYDVIITNKRD
TRNNKDIFGTVCLGQKGNMLHDCRILFIDEIYKIEKAGEASSNPKDFMLNEEGSPVKRQTQPECNRCKDNPRRKCKYCAC
HVCGGKNDPNKQLMCDECDMAYHLACLDPPLDSLPDVEEWYCPICKNDDTEVVKAGEKLKSSKKKSKMASATSTTNRDWG
KGMACVGRTKVCTIVPSNHFGEIPGIHVGQLWKFRVQVSEAGVHRPHVAGIHGREHHGAYSIVLSGGYEDDQDDGDCFTY
TGSGGRDLSGNKRTAEQSCDQRLTKMNMALALNCNAPAKEQGNEAKDWKSGKPVRVIRNCKGRKHSKYSPEEGNRYDGIY
KVVKYWPETGKSGFLVWRYLLRRDDANPAPWTAAGKKKIKELGLKLVYPEGYLEAQKNKEEQENKGSSPNKKATKGKKRK
LEESPIKTPSKKASTDSISGATKKLIVVDKVNKKLWDEAVAQVKGGKKFVEAVEEIFQCVCCQEVALDPVTTPCQHNICK
SCLQRSFQAKVYNCPACRNDLEKGCTISINKELQTALRKIFPGYENGR                                
>Skow_XP_002740948                                                              
MASTASALANQLRDEFLTCSLCFSSYKNPKLLSCQHSFCRECLDRWIVSSKVKLLACPVCRKESVIPVNGAIGFSASILI
TNLLEYLRTNVKDERERKTGFLFQFGEKGSSDGQLYKPQSVAMVGKDRVIVADSKNRLQIFSRYGKYKDTITLSSLDKKC
VPRCLAVATSTGEGVVYVSDMNNKRVWGCNLKGEIVKEIGKDNLSMPREHVPRRVGGLGDGESGLCQPTHIAVNKCGELV
VADTHNYRIQIFDSYGRCVRRFGRKGVGDGEFLCPSGIAIDRFGNIIVADSSARRIQMFTYWGRFIRRIDKDGDGLKYPE
GVSIAGDGAVYVADAGSHSVKVFQY                                                       
>Skow_XP_002740858                                                              
MAMAAFNKSLLDEVTEDFLSCSICLEIYKNPKVLPCLHTYCQQCLVTFKVKSGGVLKCATCRIQCDSPIEELKSNFFLTS
LLDTFQRQRQLSTDHPPVCETCQRDSNSQCVDCPLFAVMYVLLSMTAFQPLRSHEVLQLTSTEEIQSRGHLKVQSKVFCS
VHKESQLKFYCDTCQVPVCVECTIVEHRVPEHVHRNLQEVADEYKTQLKEMLGQLKVKEKQVKEEKAAAEFTREEIRNQC
EAEKEKVKRRAKEVIERVKREEKMLIDTLDESARIELKDAAMNIDEREFHHIDIVSTHHYLETLVHHGNAVHLLSTKPET
TKRIKEMVAMETIPPISHDIIEFQSSSDFAAHALIGGIKSDVCPSKCTVENIPEQLVKGVPVKLLITTRDSKGKQIIPRQ
AVLVSAPGASWKNIIDNKNGTFHVMITGKMEGKQQVAMMIGNQHIPGSPFHIPVITRLVQTVGNAGTDRGNNRVTMHDSD
GNYKQSFTFTGQFATPFNPRDVAISDDNEYFMTDNNNKQVVVSDEYGKLIRMFGSSEIDDPWGIAINPVTKNVYVSECSK
HFIRKYTQGGVYIKSFGKSGDKQEFNRPYMLAINSKGMVYVAEYWNHRIQVFNSDDQFMFEFSSTGDSRMSNPKGVAVDK
NDYVYVSSNRKVTKHDSNGQFICRIDSDKDRLSGPCGVAVCNDGRIAVVDCGNKCIKVFVE                   
>Skow_XP_002740714                                                              
MYPRITKPQSLAVKPSDQDSGHIETTFGVGPASPPVTTITSGDLLTPTSPTPRNRSTSNASAYDDDLVLDDSKFSFIACH
RRTSSNVSGRSLPSVSSDDDEELLVFTEPPNKKLYCILCKKVYKDPVITQCGHTYCKQCVTRGGHDKCPIDESKLSVVVA
NIALSEQIGELSVHCKYGCRPSSNGIPGDYEVDPNGCPMTVKLHDRKEHESQCGYAPLQCPNNSSCPLILKMDMESHIKV



CDQRKCDHQKYGCQFVGTEQELHAHLTSCRYESMKEFLQNTEDKVAELQMNMEKKDQEIGFLRSMLGKLSERVDRHEKSM
EVKLDLLDENQSRMSNELYDFRREFSMVTEELSHIDARLNSGAVGCYDTQPVIKCKGTFVGHQGPVWCLCVHGDLLFSGS
SDKTIKVWDTCTTYTCQKTMDGHTGIVLSLCVHGTKLFSGSADCAIKVWSIDTFAFLGELKAHDNPVCTLVAANNMLFSG
SLKVIKVYDIHTHEFKKELTGLNHWVRALVASGNYLYSGSYQTIKVWDLKTLEIVRVLQTSGGSVYSIAVTNHNLLAGTY
ENCIHVWDVDTYEQQETLTGHTGTVYALAVVYAPSNYTRVFSASYDRTLRVWSMENMICTQTLLRHQGSVACLAVSRGRL
FSGAVDSTVKVWH                                                                   
>Skow_XP_002740491                                                              
MATAAPSDKFLDEIDETFLSCGVCSERYSNAKVLPCQHSFCEHCLIKLVEKTGQPIHCPLCRRKHDIEVSDLPNNYFINE
ISEAFKNRDVGSQEPKQCVCEKSHANQRCLDCALDICDACARAHLRMPLTQSHRITSLESYQSLIVKDPSSVHSATYCDK
HTDSAVKFYCDSCEVAICLECTVIDHRDHKQRYLKDAAAEYKDELVANAEQLKVKENEVHDSKDTIQRMVDSLETRYRQE
KKRLEIHTEKTIEEITRKIRNASKQLMDELKDEYKNREVNLRVQIKELESSENSIKYAREYTNNLMHYGNPVHMMSAKNG
VTSLLTEIQTLETKQTPVDDDDIQFIPSDNSSMIQVLGALQCKPTYVIGHVPDMTRVGDNINITVTTKKGNAYTQKQSLR
AEIKTPDMKTEDVEVKDNKNTSLSVRYTTKMIGEHELSITAYKTHVFGSPVKINVIPKKGLLRKFGGKGSAVEQLRNPYG
VIMTRNRNALVCDTGNNRLQIFTLDGNHLNLIEFTNFAEPFSPRYSAISDDGYIFTTSYKKVVVCDVNGKLIRVFGSKEL
QYPMGLAISPINGNVYVVDNGSHCVRIYSQLGVYMTSFGSSGTGDSQFNGPWDIAIGNTGNIIVSDLRNNRIQIFDNNCR
FLNVFGGRGTKEGELNSPQGVAADTDGCVYVCDYHNNRVQKFDPQGKFIARIDSIEDDVSSHRGIYVTDDKPFEAFKNRD
VGSQEPKQCVCEKSHANQRCLDCALDICDACARAHLRMPLTQSHRITSLESYQMIDHRDHKQRYLKDAAAEYKDKLVANA
EQLKVKENEVRDSKDTIQRMADSLKTRYRQEKKRLEIHTEKTIEEITRKIRNASKQMMDELKDEYKNREVNLKVQMKELE
SSENSIKYAREYTNNLMHYGNPVHLMSAKNGVTSLLTEIQTLVTKQTPVDNDDIQFIPSDYYNKQVVVCDENGKLIRVFG
SKEIQYPMGVAISPINGHVYVVDHGSDCVRIYSQLGVYMTSFGSSGTRDSQFNFPWDIAIGNTGNIIVSDYRNNCIQVFD
NNCRLLNVFGGRGDKEGEFYGPEGVATDTDGCVYICDYGYNRVQKFDSQGKFIARIDSIEDNVSGPCGIYVSDDKPFSKV
VVTEWDRGCVKVFTQ                                                                 
>Skow_XP_002740327                                                              
MGAGNVHHRMTNTVARQEGYESRQRVIPGKISVVDKIDEDLLTCTVCLERYKNPKILPCHHSFCEQCLVQLKGTRGTVKC
PNCRQRHSVNNIQQLPPSTIINSVIDIIEDQERHRCHGTCHGCEENSSTNRCVDCAMDLCTTAPTLTFTKAKSQNKSIAS
YATHCTFHKDKLIELYCEKCQVPICHLCLRSNHKGHAVIDLHGAADRLSNMVEDYIKLLKAKQSKARQSKVSATKHSEQL
AKQYLQQKHQIQKHSQETIEKLTKIIKQEERNHLSKLKTDYEKMNEKIKREMRQYKTTEELLTSTITFINNLLQYSSAAQ
LMKTSKETTNQLETMMSLDTTWNGDNKSLPQFYPDDITLQGVLGTFQTIDVDSAAHLMKLEKTMGGQGTEQEMFDVPLGV
SINTCGDIVVADSKNERVQVIDNYGRPKSQLQFTEYSKPVIPIDVAVSVDNTYFITDGTWEGNRGNSQVIVCNQYGKVIQ
CFGKTQLHNPRGIAINHNNGVIYVVDNGAHCIKLYKIEDYSYIKSLGSWGQGPCQFIYPQFITTNSEGCLIVSDGRYGRI
QVLTSDGVFMFAFSCCSNTFDWPRGITTDKNDNIYVNDGKHRVQMFNSKGEFITNIASGSDVLNSPRGIAITDDGKVVVT
DCTNSVKIFS                                                                      
>Skow_XP_002739888                                                              
MASVELKIRKEIDDNFLVCTVCSERYRNAKILPCLHSFCEHCIDKLLQKSGGKGIPCPVCRRVHDLPEGASSVQPNVFVN
ELVVLLEKRYKETNDVQKCEGCQQGSVTTYCIDCAVGLCDNCTLPHKRLPFTKSHDVMTLQAYEATKSTDIAGIKDQPPV
ICSNHHGNQLKFYCDTCDNQICSECAALNHRLPEHNYRYLKDATKQYTIYLTKMADILAEKEKDAKESKEKVQHVTELLE
NRFSEEEHKLNAHIERVVVEITAKIRESGAELLQEMNKVFSERKQNLHAQRKELEIAENDVKHAREFATNLMNYGNATQL
MSTKKGMTSQIKKLIKLETKQDPTQDDYIEFQRSGDFCETKTLGVILHNKFNFEIKDVPKYGRIGRELSVTLAASGGTVV
NFLPSKQSIQVKMKTPSDTIEDVKVTENKDGSCSLTYQANVEGVHEMTVLVNNKSVQGSPVKINVIPKKGLMGNYGKYNR
PDSVLITSDGNVLVCDGGNNRLQLLTLDGQHKRMIQFTGFREPFNPRFAAESRDGNYFITDSNNKQVVVCNNNFELIRCF
GNTQLGHPIGISISPVNEIVYVVDQRSHCIRVYSQDGQYIKSFGSEGVWDCHFQSPFGITTDSKGNVIVVDQSNHRIQVL
TGDGKFLFKFGSSGYSGLNYPLGVATDTDGYVYVSENGNNRVQKYDCHGQFVCRIDSHVDGLMTPRGICVTNDKPFGKVV
VADKENNCIKIFAQ                                                                  
>Skow_XP_002739887                                                              
MASVESEIREEIDENFLVCTVCSERYRNAKILPCLHSFCEQCIDKLLEKSGGKGIPCPVCRRVHDLPEGASSVQPNIFVN
ELVVLLEKRDKETNYVQKCGGCQQGSVTTYCIDCAVGLCDNCTLPHKQLPFTKSHDVMPLQAYEATKSTDIVSIKDEPPV
ICSNHHGNQLKFYCDTCNIKVCAECAALNHRLPEHNYRYLKDATKQYTIYLTKMADILAEKEKDAKESKKKVQHVTELLE
NRFSEEEHKLNTRIERVVAEITAKIRENEAELLQEMNKVFSERKQNLHAQMKELEIAENDVKHARDFATNLMNYGNATQL
MFTKKGMTSQIKKLIKLETKQDPTEHDYIEFQSSDDFSSDGTMVNFLPSKQTIQVKMKTPSDTIEDVKVTENKDGTCSLA
YQAKVEGVHEMTVLVNNKSVQGSPIKINVIPKKGLVGNYGKYNRPDSVLITSDWNVLVCDGGNNRLQLLTLDGKHKRMIQ
FTGFREPFNPRFAAESLDGNYFITDSNNKQVVVCNNNFELIRCFGNTQLTHPIGISISPVNERVYVVDLKSNCMRIYSQD
GQYIKSFGSEGDWNCHFQSPFGITTDSKGNVIVADQCNRRIQVLTGEGEFLFKFGSRGNVGTQLQCPLGLATDTDGYMYV
SENGNNRVQKYDSHGQFVCHIDSPADGMMTPRGISLTNDKPFGKVVVADIKNNCIKIFAQSLNIEVFDEDSSIYPPYICL
SCSKKLKRWNDKKKRRVVKNILNINPPVFREHSDQCNLCAKEEQRFCVDDLSGLLSDGAKLAKEYGYHVTSESALIVCVK
TSNEGRVVSHRLEIHQNGNWTLEVHDRIIMNNPVISDAPAIRDQKSCLSLLQAVHASLVCPGNKGFSSLCREKSQSSVLP
AVFLNKEGGIITYEENVMGVSTVRHAKCELLISTGDRCSVCSVYREDLSSVVSKNKLKTETKKARTRNDLLTRKELEKKA
RKLNIEKEETKRKLKSLKEKVQEFLETSGELLDDEMSSSFANIMEEKEKEIETTYEKSSPQYLFWQQQTEMAGKPKNTQT
MAPIHD                                                                          
>Skow_XP_002739673                                                              
MTSPDENFKRVRSNRQQRLHAARSRKKKRVSEEFALGGLVAEGTVGEASTSGIGISNSTCPICSQKVSGSIEEINSHAEA
CIRKQRHSPFHDDDSYALDTYEEYEWAGQKRIRVTTMLEGGFAASGFHVNRRKEDGDSDADLNVDGDDNEAYGTVQYTER
DVIPCTSDEPSEEKARQALRGAILKASAPSDGSPASSCDRSRWENFDLSKDKKRSNEQSGEKENSEELGHDMSPDDMIAV



LKGRIKELEKQSTKSSDKHKCLICMESYHTPVVSVQCWHVHCEECWLRTLGAKKLCPQCNMITSPSDLRKIYL       
>Skow_XP_002739511                                                              
MATAESKLLDEMDENILICAICSERYRDARILPCLHSYCEQCIGTLVEKAGGKTVLCPVCRRSHDLPEGLASISKNFFLS
ELAGLIEKKRDGKLAEGDKCGSCKQGISQTRCLDCAVGLCDNCTQGHKEIQCLKTHRLMSLETYNNTRSTDPAKVQPPVY
CSSHHDNQVKFYCDTCNIPICLECIALDHKLTEHNHRYLNDAASEYKGYIMEMLDKLQEKELQAGASKQEVKTTSEALEN
QFQEEEKKLNEHIEKTIVEITAKIRENGSKLMAEMKCEYESRKQNLQAQIKELEIAENDMKHVRDFGRNIMHYGNAAQMM
SAKKGMMSQIQMLIQVKTQQQPITDDYIEFQRSDFHETKNLGVILYHRYNFQLRDVPKYGRIGEELSASLTKSDDCSRPL
AINEIRAKLRASEENVSVLENLDETLSLKYQGKVEGKHELSVLALNKHVEGSPTVITIIPNKGLLCKYGIKGSGVGQFRN
IQGVRVFGNGVTAVCDKGNKRVQLFSLYGIHQRVIQFTTFTSGFDPRHVAVSKEGYYFITDNRNKQVVVCDENSKIIRCF
GNQELGCPDGIAISPTNGRVYVCDNSSHCIRIYTQDGDYVKSFGSFGNGQCEFSNPYGMTINNKGNVIVAEYNHRIQVCD
SDGVFLFSFGSQGNGNNQFNCPYDVACDNDGNMYVCDCFNHRVMKYDSHGVFLSRIDSDQDGLNNLTGVCVTDDKPFGKV
VVADHGNNCIKVFAQ                                                                 
>Skow_XP_002739463                                                              
MASKRKLRSIRKKPAQFQEEEPMDMSPDSTPKSQHSTCSKREKKKTSTKASSPTHSDGSKSPENNCSICLGKFENKSFTD
GCFHTFCFVCIMEWSKVKATCPLCKTSFKSIIHNIKSNEMYDQYFLSSSRSNTLSDEITRQRFRYSTTLASVRDRALAQQ
RRQLPSTRANTRAYREQREAAAIERRRQVYALGLRAQTESSMRRTCYRDISSTFFQQNAACLHRLVPWLRRELNVLFQNN
EDLVMFMINLILSYIPVMDMEGPEFFDNLRPFMYHRTEQFIRELVNFARSPYDMNGYDQHTQYDFLSNHQSPESPVSARH
QTNSRSVPLIDLSDVSSDSSDGVMPLALDYSGHTSVSTITTDDQPSTSSMAVKNELSETHNPEPPSDNDSSDEVMFVGFV
KSISERSPDAIITLSSDSDKEGKNSREIAKTVKSKQKLKNSEKSTSKSRKGRTRSKRDRSYDRYRSCSSSQDRNRNRSSS
HSDESHRNRYLDNRNKPGGKRKRKTKHVEAPHYEYVRYHGSRGAYTYFSSDSDSDHEPSRNYYFSSKSFRPTHNRYSRSR
SRSRSPLWTSQRQYRSRGRASYHAHDLDRSSNSSAYSRHSHSSVMSSYSSSRFQRTRGCSRSRSRSRSPRSFRRKHRHRS
SSVEFMGSFSRQEPLKDIYTLKQKSLYHKKRHTTRYTSDSDIEVTYERKENHYKDKSKKRKKHGKHKRKHKHKSKKHRRD
KERHRNAETCLVKLSDTESNTTEPAANSENKREIERVGSSGPNSSSEDKNKEIEIDVLEVTNEEQHEDESVGSAVDTNGE
QLPHEPGDSNTAESRIIDEPGDANVSNIADEPGDTNTAESSITDEPGDSNTAVSSITDEPGDSNSAESSKADKPGDSDIA
VSSIAGSNSGEQLPDEPGNSNTAESSITDEPGDSNTAVSSITDEPGDSNSAESSKADEPGDSDIAVFSIAGSNSGEQLPG
EPGNTNTTVPSITDVPGDTNTAVPSISGFNSGKQLPDKPGDFNITEPSIAGSGSDMSSDVLMSQQDLSMNVLSTTESQQN
SDGIQLHSKDIIAELLGDLSTRTNSDCESEKDSQVGEHNPDVTAFDLLVQAERKRLKQLEMSNLLSDACDSD        
>Skow_XP_002739334                                                              
MAAAGSSPVCSFSFKKSKRKQVARIRKTSDSEEGEIEDEEKNAVLRRDKRKDVANPMIQKTKRLREKDKVEYSDSDDEKD
TIAVSYKSSKTAKPEGPDDRGATSIVEVDTEKERDARAIFERSQQLQEELKGKEDDKIYRGIHNYASYIEKKDTAQGNAG
SGHVRKGPIRAPDNLRVTTRWDYAPDICKDYKETGFCGFGDSCKFLHDRSDYKHGWQLERECDDGEYNEEDSHRYEINSS
DDDDFPFKCFLCRKSFKNPIVTKCKHYFCEKCALNHYRKSQRCYVCGTQTMGVFNPAKELISKLKKMKDEDDGSDVE   
>Skow_XP_002738777                                                              
MGAGNVHQTVVDQKRFEPQRRSMVSKRSVVDEIDEDLLTCSVCLERYKNPQILPCYHSFCEQCLVKLKGPRDTIKCPNCR
QLHYVSNMQQLSPSTIINSVIDIIKEHEIQRCHGTCHGCEENSSTNRCVDCAMDLCTTCTNAHRKMPVSQHHRIMNIEEL
KKAKLNDKSIVFPAVYCTSHQDKLIELYCEKCQIPICHLCLRSNHKGHTVIDLQGAADRFCKMASDHIQLLKAKQSEVKQ
SKISATKQSEESTKQHLHRKQQITKHSQETIEKLTKIIKQEENSHMTKLKTDYDKMNEEINRQIHQYETTEELLTSTITF
INNLLQYSSAAQLMKTSKETTNQLETMMSLDTTWNDKNNSLPQFYPGDITLQGMLGTFQSMEVDSVSYSYQQTREPSHVI
NAPMKLEKTIEGTEPGMFDYPLGVRINTCGDIVVADHENKRVQIIDIYGTPKSQLQFTGYSKPVRPIDVAVSVDNTYFIT
DGIWEGNEGNNQVIVCNQYGKVIKCFGGKELQDPCGIAINHNNGIVYVVDNDAHCIRLYENTGFKYIKSVGSEGQGSCQF
DYPYFIAINSKGCLIVSDAGNNRIQVLTSDGVFMFAFSGRPNDKFDWPNGVTTDKNDNIYVCDYSNHRVQMFNSKGEFIT
NIASGSDVLCYPTGIAITDDGKVVVTDCRHCVKIFT                                            
>Skow_XP_002738518                                                              
MATAESKLLDEFNENSLICAICSERYRDARILPCLHSFCEQCIGKLAAKAGGKTVLCPTCRRGHDLTDGLASIPKNLFLT
ELAGLIENERGGDSTKVVKCGSCLKAAPQTWCLDCAVGLCVDCTQGHKQLSCLKNHRLMSLETYNNTRATDPAKVQPPVY
CSNHHDNQVKFYCDTCDIPICLECTALDHKLTEHNYRYLNDAASEYKEYLVEMVDTLQEKELQANVSKEEVKKTSESLKN
QFQKEEKKLNEHTEKTIKEITAKIRENGNHLMVEMKREYESRKQNLQAQIKELEIAENDMKHARDFGKKLMHYGNDAQMM
SAKKGMTSQIRQLIEVNTKQHPVEEEYVEFQRSDFHETKSLGVVLYHICNFKITNVPKYARINEEINVSMTTSGNQSRPL
AVKEIRAELSSPSEKVQEVKVVENQDRTISLKCHCSVEGKHELSVSVWDKPVEGSPAQITIIPNKGLICKYGIKGSGMGQ
FRGIWGVCVDGNGVTAVCDQGNQRVQLFSLYGTHQRVLQFTNFTSRFDPRHVAVSKESYYFITDNSNKQVVVCDENSKVI
RCFGNQELTSPMGIAISPVNDRVYVCDFSAHCIRIYTQDGEYVKSFGSQGNGQCQFYYPWGITIDNKGNVIVAEHNNHRI
QVCNSDGVFLFSFGSQGNGNNEFSCPLDVACDNDGNMYVCDYNNNRVLKYDSHGVFVSRIDSDQDALQCPAGISVTDDKP
FGHVVVVDQRSQCIKVFAQ                                                             
>Skow_XP_002738322                                                              
MAQSRIFRPSGPAEIVRSNQKDGFYISYMRGSLANIFQTFAGARAWMQWRKEIDVSADLAYFLLTTVAGYQTLGEEYCNI
VQVDHTGRAIPSRSRRLAHVLLQIGVPYVIDQALKFVHNHINTVRTMLGLSDKVTNMILQCIPVLRTSVTYVHRFHLALF
YLQGLFYHVAKRVVSVRYLLVRAGISPDVYRSSYSLLGMLTLTQLTLTLLWQLYTNFVKPGVLFRSKVSDLNIPSSDNSE
TEEVYLDPTKRCSLCLESRKSSTATPCGHMFCWTCITEWCLAKPECPLCRETFQLSRLVCLQHFE               
>Skow_XP_002738284                                                              
MALSKLESGESGYPVGILHEQDQDDKYMCVHCKRVLNNPVQSSCGHRFCKTCVDVLIRDTGSSQCPMYLDDLEPNNNTLT
INTVFPDRALAREMMRLKVRCVYNGCVWSGYYSQYKDHAMLCDFGVITCPVEGCGQEIQRGNRLRHTNEECCMRKTTCQY
CNNDYIYRELKVHHAQCPKVRIPCDWCGNRVLREKIADHKNTETGDCPNMKQICEFKQVGCSTLIEKNGQSAHNKQEVQH



HAHLLLQAILKLDSIKDNIKEYSTQIQQIKTLLESQKTRIQSLTQTTGNLEDQMRQHGQQLAKQNIRTEEKELGNDKQYY
INELRAHIVKLEKKVETYEAIVSVLSREAECTTDNLTVVQRQSDQFKEQIRILENNCKSQDRIIALKDVSLAEQDLRIQA
LEMTSYDGILLWKITDFARKRRDAISGRKPSIYSPYFFTSHHGYKLCARLYLNGDGMGKGNHVSLFFVVMKGEYDAILKW
PFRLKVTLMWLDQSNREHVIDAFRPDPSSSSFKRPTGDMNIASGCPLFMPLSVIDSGRCEYVKDDTAFIRIIVDVTDLG 
>Skow_XP_002738137                                                              
MASNIGATSHKQLMDDIDEKILLCPICQERFTSPKILPCVHTFCEKCLKSWIEKKYGKLTCPSCRKPHVIPPGGVRELNN
NLFINEMLEMFSKVKIGQVTACIKCSIIDHKGIDHKIISMEDAVNKYAPNLRSLADKLERAVTSLKSCKEKQEQARKQLK
RNQISVEQEVKQHVTNIIKRVKQEEQRLLAKVTEICGKRDKELQAQMEHIELDLGRAESMQSYAINFLHHGNSADILSQK
QNLEVGLTELGHTSLITQYEIETDIKLTFQESVSPQTLSIGEVNCERTESSPQGKVECSSKVITPNMPHGTMNVGGHGSN
FITINYNIPDGVQGSEHPNPGQPYRGMQLTGWLNNSDEGRELLRLLKIAFDHRLTFTIGKDNTVIENGITHKQYNPFWLT
SGGWNEYYRKLRKQLAVKGIK                                                           
>Skow_XP_002738080                                                              
MGYGVQRFVTTPDQNLLCGICSCVVEDAVLTRCGHTFCELCLDTWLTRPNTDTCPCCRGRISKYQVSPVWSLRAIVNSLD
IECDHKERGCKMVVRMESLSAHLESCGYAPVECIGCGMGLNRYQLAAHQIQCPEITAAAAVHTASAMSSDGVASFRSIDY
QELFCKIASLELQLKRMKRDLEATETKNRKLERELSKVKADLDEKRDECEVLSSQMHDFDPEYTYGYAPESIAQLSFLIA
RNLLDKPEVVDRNRIFNCIKRCYENYARCGDDYEHDVHMLIATAYASDWFAENHRINFHCWLQSIARYRKYADLNHMSMT
TRTSNN                                                                          
>Skow_XP_002737949                                                              
MAASKPYQLVEELDEDLLNCEICSDRYTNAKLLPCQHSFCEDCLVTMVSRSGLPGVVICPLCRRKHDIPGGISNVENNMF
INQLVEVFNVRDENTCQPIKCTACAESEVIKRCLDCAMDVCDNCARAHTKFPVTRNHTIITLEEYKSDKTGQLHSAVYCD
KHPDNQIKLYCDTCEVAICLECTVIDHHHHHCKYLDNAASEFKEKLSVMVKEMKVKEKEGRQSIVSVQKVSDSLESNFKQ
EESKLCQFVEKMMEETSRKIRDNGATLMKEIEDVHKVMQSNLKAQLKQLETSTSDLTRTREFAENLLTHGNASHLMSAKK
SMSSELPRLLEMCIIQEPKESDYIKFCPSQKVNQTADIGVISTHHCLGIHSHPNIVRIQDDVIVTMGNKLKIKEPITLDC
IQAALKTPSDKPVNMTIKNSHDGSVEFKFKAENVGDYELSVSSYNKPVMGSPVSINVIPRKGLICNFGRNSPGLGKLSYP
FGVALTKKRNILVCDSASKKIQL                                                         
>Skow_XP_002737698                                                              
MARAPIVTSKSLLDEIGEDFLSCSICLEIYKKPTVLPCLHTYCQQCLVDFKAKSGGVLKCARCRIQCDTPIQELKSNFFL
TSLLDTFQRQKQLNTDHPPVCEACQEKTATHRCVDCPQFCCDVCVTIHERFPALRSHEVITIDKYREIESKDHLIKEYKV
FCSDHKDSHLEFYCDTCQVPVCLKCTIVNHKAPEHIHNDLKIVVDEYKTQLRKMLEQLKVKEKQVEEEKASAESTVEKMR
NECEAEKAKVKKRAKEVIERVKREEKMLIDALDETSRLQLKDATMKIDEMQFHHGNIVSTHHYLDTLVHHGNAVHLLHVS
TKLETKKRIKEMVAMEIKPPIIHNSIEFHPGSDLATHALMGVIQTEACQSKCTVENIPKLLVEGESVNLLITTRDSKGNQ
IIANQFVNVKTKNRDASWEDIDVTDNKDGTCHVKITGKMEGKQQIAMTIVNQHLPGSPFHIPVYIRGLAQTVGNAGQGQF
NNPKGITMNKHGDYVTADQQNKRVAIHDRDGNYKQSFTFSDQFAKPFIPCDVAISDKNEYFITDESNKQIVVSNENGRLI
RKFGSSEMNQPAGIAINPVNKNIYVTINSKGIVYVSDAHIGSVQVFNSDDQFMFEISSMSSPRGVAVDKNDNVYVSSVHK
VTKYDSHGQFICRIDSDKDGLSSPYGVAVCNDGRIAVADYGNNCIKVFVE                              
>Skow_XP_002737668                                                              
MATAESKILEKIDDNFLVCTVCSERYRNAKILPCLHSFCEQCIDKLVQKSGGKNIPCPVCRRIHDLPEGAGSVQSNVFLN
ELVVLLGKRDKKTNESHNLMSRQTYQAAKSADIATVQPPVYCSHHPGNQLELHCDTCDIPICVACAALNHKLTEHNCRYL
KDAASQYATDLIKVTDILAEKEKEAKESKENVLQMTELLENRFSEQEHKLNVHIETVVAEITAKFVKTVKLVHEMNNVFS
ERKQNLHAQLNELEIAESDMKHARDFATHLMNYGNAAQLMSAKKGMTSQIDELLELDTKQRPAEDYYIEFQCYDDFCETK
TLGEILHNKYILEMKDVSTYRTGDDVSITMATTDGNVVDFVALKQKIQSKMKTPSNTIEEVEVTDSKDGTCSLTYQAKVE
GVHELTVLVNNKSVQGSPVKINVIPKKGLMGNYGKNGSGVSQFSYPRDVLITSEGNVLVCDSKNIRLQLLTLDGKHKRMI
QFIGFNKPFYPYFAAKSQDGNYFIVDDNNKQVVVCNNNFELIRCFGIGELTYPRGISISPVNGRVYVVDYNSHCIRIYNQ
DGRYIKSFGSQGDGDCQFQSPWGISTDSKGNLIVADSWNHRIQVLTGEGEFLFKFGSHGNSDGQLHNPSGVATDTDGYVY
VSDYNNNRVQKYDCHGQFVCRIDSPADGLSLPLGICVTNDKPFGKVVVADYGNNCMKIFAQ                   
>Skow_XP_002737667                                                              
MATAESKILEEIDDSFLVCTVCSERYRNAKILPCLHSFCEQCIHKLVQKSGGKNIPCPVCRRVHDLPEGASSVQSNVFLN
ELVVLLGKQKDKKTNEVQTCEGCQRDPMTTHCIDCAIGLCDGCISTHKRLPSTKSHNLMSLQTYQAAKLADIATVQPPVY
CSHHPGNQLELHCDTCDIPICVACTALNHKLTEHNCRYLKDAASQYATDLINERKQNLHAQLKELEIAESDMKHARDFAT
HLMNYGNAAQLMSAKKGMMSQIDELLKLKTKQHPAEDDYMEFQSNDDFCETKTLGEILHNKYILEMKDVSTYHRTGDDVS
ITMATTDGNVVDFVALKQKIQSKMKSPFNTIEEVEVTDNKDGTCSLTYQAKVEGVHELSVLVNNKSVQGSPVKINVIPKR
RLMGNYSGSGSSQFNYPEGVLITSEGNVLVCEKSQDGNYFITDGSNKQVVVCNNNFELIRCFGSEELTYPVGISISPVNG
RVYVVDWSSHCIRIYKQDGGYIKSFGSRGDGDCRFKSPYGITIDSKGNVIVADKNNHCIQVLTGEGEFLFKFGSQGKSDG
QLQCPLGVATDTDGYVYVSDTGNNSVQKYDSHGQFVCRIDSPGDGLRVPRGICVTNDKPFGKIVVADYNNHCIKIFAQ  
>Skow_XP_002737346                                                              
MVSVESKILEQFDDNFLVCTVCSERYRNAKILPCLHSFCEQCIHKLVQKSGGKNLPCPVCRRVHDLPEGASSVQTNVFVN
ELVVLLGKRDKETNYVQKCGGCQQGSVTTYCIDCAVGLCDNCTLPHKQLPCTKSHHVMSLQAYEAAMIADIASVQPPVYC
SSHPDNQLKFYCDSCDIPICLECTVINHKITEHNYRYLNDAAEQYTTDLTKMTCILAEKEKDAKESKEKVQQMTELLENR
FSQEEHKLNAHIERVVAEITAKIRVNGAELLQALNDLFSERKQNLHAQMKELEIAENDVKHARDFATNLMNYGNATQLMF
TKKGMTSQIKKLIKLETQQDPTEDDYIEFQSSDDFCETKTLGVILHNKYNFEIRDVPEYVRIREDASVTLATSDGTMVDF
LALNQKFQCAIKTPSNTTEEMKVTDNKDGTCCLAYQAKVEGVHELTVLVNNKSVQGSPVKINAIPTKGLMGNYGGKGSGL
GQFNSPWDVLIASDGNVLVCDSKNNRLQLLTLDGKHKQIIQFTGFNEPFCPRCVAESQDCNYFITDSNNKQVVVCNSNFE



LIRCFGNGQLTYPAGICINPVNGRVYVVDNNSHYIRIYNQDGGYIQSFGSQSGGDCQFIYPHGITSDSQGNVIVADNWNH
RIQVLTGEGEFLFKFGSRGNSDGQLQYPRGVATDTEGYVYVSDYNNNRVQKYDSHGQFVCRIDSPTDGLSSPRGICVTND
KPFGKVVVADTGNNCIKVFAQ                                                           
>Skow_XP_002737160                                                              
MATRSESLVPPKVDDNFICSICLEVYRKPVTITCGHTFCRECLKPCIATAAPQCPVCRAAFDCKGKVRNNEVDRRMSSTQ
TTCKGCGTVMMYSKLRSHNSTCVKVKDSPNIKFSPVAETSQQIPNDLPNRSTFACPICHLKNFDSASLVKHCNDEHANVL
SSVVCPICASMPWGDSNLRSSNFISHLNLRHKFEYETYVDYEEDDDEMLQAALKASLQESS                   
>Skow_XP_002736792                                                              
MAAAASDVVDAGAVLAEINEDFLCCAICLERYSDPKILPCQHTFCKKCLVQLAEKGVADTLMCPTCNRSVKVPINDLQSN
FFMSSLLDKIPEKLVAGTPKVCEFCEENEVTSICVECQQYSCTPCTRVHKKTKTTKSHQVLSVDEYQETKNKKPFAVQSI
QYCNVHTGNQLKYYCDTCQTPICMECTIIDHRVPEHKHRYIKEVADEYSDELKGKVRKLKVKADEAETSKMSAKAACDKL
KTCCKEEEAKINKKTDEILEDLRRQIEVVKQKKERLVDELKTEYTARVKNMEIKVDELEMKHGNIVSTCSYLETLVQHGN
PGQILSAKQVYQQRIDGLIAMETKPQLIPDVIEFRPHPGRDDVRMLATNACQQNCSLDNVPKQLIKGDTATLMVTTRDKQ
GKQVIPRQVVEARVTKPDGSSDDIKVQDNNDGTHTMMVHGEIDGKYKVSVTIDNQPTPGTPAQIHVIKGLVKTIGKEGSG
KGEYNKPVGVTIDRNGDIVTADRGNKRLQITDKDGNYKNITKIEKIIPVDVCIFNDKYYMVDYDNKQVVISDMNGHVIKE
FSENMKHPQRIAVRPADGMVYVSDWNGLVYEKTNKHGHWIRKYTTNGDYIKSFGGYGSNPGQFKGPSFMAVDNQGLLFVG
DYNNNRIQVFNTDDEYMYSFKCSGKGDGQIYAPRGIAIDNEGYVYVASSNNKLQ                          
>Skow_XP_002736695                                                              
MAGAPATSNSFLGDISEDFLSCSICLEIYKNPKVLPCLHTFCQQCLVTFKAKSGGVLKCATCRIQCDTPIQELKSNFFLS
SLLDTYQRQRQLSTDHPQECEICQEKTATHMCVDCPQFNCDGCVTIHKRILALRSHEVLTLEKYKEIESKSHLNEQSKVF
CSVHKDSHLEFYCDTCQVPVCYKCTIVKHRVPEHRQRDLQQVVDEYKTQLRKILGQLQVKEKQVEKLKSAAESTREGILN
HYEAEKVKVATRAKEMIERVKREEKMLIETLDEKARMGLKDVEMSINEREFHHGNIVSTHHYLETLVHHGNAVHLLSTRT
ETMKHMKEMVAMETKSLNRHDITEFHPWREHAMMGVIQSDVCPSKCTVENIPKQLLKGVPVKLLIKTRDSKGNQVIPRQD
VTVKTKNPDASWEGIDVEDNNDGTFHVTIMKKMVGIHQVAMTIANQHIPGSPFHIPVIQLVGKAGSEGQLSYPWGLTINK
HGDFVTADRWNNRVTIHDSDGNYRQSFRFTDQFAKRFSPCDVAISDDNEYFMLDDSNKQVVVSDENGKLIRKFGSSEIDN
PFGIAINPVNKNVYVSEYDKDCIRKYTQSGVYIKSFGRSGKKQKEFHRPNMLATNSKGLVYIPDMKNHRIQVFNSDDQFM
FEFSSTGGSTMSHPRAVAIDKNDHVYVSSEHKVTKHDSNGGFICRIDSEKDGLNSPHGVAVCHDGRIAVVDRDNQCISVL
EKAPVTSESLPDEINEDFLSCSICLDIYKNPTVLPCLHTFCQQCLVTLKAKSGGVLKCATCRIQCDTPIKKLKSNLFLSS
LLHTYQTRLSLDHSHVCEICQEKIATHRCVDCLQFICDECFTIHKRIPTLRYHEVLTIAKYKEIESRGHLTVQSKVICSV
HKDSDLEFYCETCQVPVCYKCTKVKHRIPAHRHRDLQEVADKYKTQLREMLGLLKVKEKQAEAGKSADESARAKIRDQCE
AEKRKVITRAKEMTERIQKEGKMLIDALDKKARMGLKDVEMNIDEKQFNHGNIVSMHHYLETLLHHGNSVHLLSTRIETM
KRINEMVAMEIKPPITHDITEFQPGSDLAAHALMGVIKSDVCPSKCTVENIPKQLLKGESVKLLITTRDSRGMKTISRKD
VKVKTGNPYALWDNTDVTCNKDGTFNVVITGSRAGRLQIAMKIGHQQILRSPLYIDIINGLVQTVGTTGSEGKLNRPMGL
TINKHGDFVTADYKDNRVTIHDRDGNYKQSFRFTERFAKPFRPWDVAISDDNEYFMLDHNNRQVVVSDVNEKLIRCFGCP
QIDNPCGIAINPVNKNVYVSEWNGDCIRKYTHRGVYIKSFGDSGDKQGEFICPCMLAINSKGLVYIPDCYNNRIQVFNSD
DQFMFEFSSNGDSPMNRPKGVAIDKNDYVYVSSLHEVTKYDSYGQFICRIDSDNDALSSPWGVACNAGRVAVVSRGNDCI
KVFVE                                                                           
>Skow_XP_002736630                                                              
MVPSCPICLYPPTAAKITRCGHIYCWPCILHYLSLSDKTWKKCPICYEAVHQNDLKSVVAMATHQYAVGEEITMKLMKRE
KGSIIALPKNEWIEAEAQPFSLGQTIVNDGFVKLLVADPKQVQEQIIVFEKTALECKLADKDEESEQCFIESALSLLQER
EKMLIGDQNIVNVAGIKLCDNAEEPVDDEIIMKHWTKNQDAIVYVSAFDEVVDETAMQPPKPPVSHDEPPVSHDEPPVSH
DMPPVSHDVPQLNDNSIGRDDKCVDESVQVKSCASADTGHVYYFYQAEDGQHLYLHPVNVRCLMREYGSLANCPDTISAT
ILETTGYSMTEDYRKRFRYICHLPLTCEFTVCELALKPPIVSRKTLDEFLGEFQRRKKVRDRKARDEKKHERRIHYEEEK
KKGKFPNANLTLESNRQFPVCGVDVMTGAMLTNSDVSQPSSPDAVSVISTSSDSSQFVCGSPQPDSSLNPHAAEFTPGSP
PPVVGSIDSLDSASSIGSPSDGQLPRLPSFADMLRAGKSKDAIPRRASVPARLDHTVSVTKGHGDSEDSDAEEPIAVPLY
KDAFSDAIQNAIDKATVDKKEMGASSDAKKSKKGKKKQLLFSTSIRYK                                
>Skow_XP_002736489                                                              
MTSYEKELICPVCEDYFISPLVLPCQHNLCHKCAIKMMGTTQSQTEDADRSNSPSVGSVSSSSPLPSPKVDENSNTKIIP
PLFYMPRRSKANKANSCTQSPTNTTSPLGRHERTRLPSNGSRPTSPYISSPTPDLPISPTSDTPDCFEETMSRRSVDGHC
GSGSNSPCCPKRRSYGGTRRTRSSSGSPVVSPSLLKKTNKFDFGSTSSIGSDKSNSSKNSKMVISITMQKGTGARKEATK
PTEIYCPTCDRHVRLGESGINRLFRNFTLQSIVDKYKRTAKKNTVIHCQHCKGSTPSEATRRCYDCNECYCSECFKNAHP
WGTPRANHSYCAADNTRPKTIMCTEHTEERVGWYCDACQRPTCRVCKVTNVHHGHRMYAIKVTYSALKDKLKKHVNALQS
KRDEIEGAIGKFETAVVNIEANAEMTNNCIVNGMDELRKLLDEKQASLIERVEKAKVEKLQGPVKRLQSLNAMLANTVLI
EYAQEVLNEEEQACFVQSALPLIGRLEKLLKSFKQEQETIETEVDSQTVIDLSREKELVINIDFLQVPGTPAINTNTSTT
YDGAIIVHWDRPLGGSIIDNYTMEYIKASEMSIPTSQQSPMTEVLELVWEVVTEIKDCNYSVDILDADTEYCFRVKAMNK
AGCGPYSDIAIIKSPP                                                                
>Skow_XP_002736356                                                              
MAVQIEELLNCAVCLERYNRPKILPCQHTFCQSPCLENLIDIRVRKLKCPECRMEHRVPGNGVRGFPNNVTISRFLDIPA
EALSSTINGGRNMQGGGNFHQCGTCQIGLQDGTTSQCTHCKRNFCENCKPGHANEVKLDIGRFINQLRRNTPKLSDGLTM
VEQRRSRLGQHCETVKAEIQGQVERIVKELRNREQMLLSEVEMFLLSESRSLNIQKESLEVDLVSISSHCDATERHLNNA
PEDIGLHELSTLFLQSMDYIQKLRNLEVNPAVNQDKKVKFSETNRHELFSSVMSYGEVSVSDQSNQSNSRPNSRGLGLSR
HTPPLPSSSDYISLQINHANNAMYGNHRGIDLESSHTSPLGRRSSANDVRNPSLMFRDMEDLGGSINIPQVSRSAGGIGR



GRNRRRQWDRPIMGTGASNDLVRISEANDNQLDFRNPAGNSTIGERTRNRTRDFHGEGHISLIPAANHGVRSNSGRLEDS
PVGSTEGHISLIPTSTSNSRSPVVNGTGNDHSTERPRTRTMMQEHALTVSTEFRNPAGNLTIGPRPRPRRFDIRLDDNSD
EFIIVEDNDSAAVTTGRRENTNEPRPFVNYNQKGRSRLRFGKKGTTDACFSWPRGVATLPDNQIVVADSSNHRVQVFDEF
GQFLCCFGTHGTGDGQFDCLAGVCTNSRVQIIIADRYNHRIQVIEPSGRFVCKFGQEGSEDGKLNYPWGVACDRADNIYV
CDRDNHRIQVFTVSGTFIRKFGRLGHSAGQLESPHYVAIHDDKVFVSDSGNHCVQVFNLDGQFQWKFGQEGSNYGQFKYP
RGIVTDPHGYVLVGDSGNNRIQVFRPSGTYMACFGTFGAGNGQLKGVEGVAMMSNGNIVVSDRENHRIHVF         
>Skow_XP_002735991                                                              
MDVTGQAFEDMQEQNVRLLQQLREKDDAYFKLMSERIKSNQIHKLLREEKDVLADQVTTLQTQVEAQNQVVRKLEEKERI
LHNSVTTMEKEMNLRQQALEHNKRKALELSQTGTDSKKLLDRYQNQVVTLQAKVVDKASEVEQQAHKYKRCQEEIENLRR
KLERARRIELAGSADEILLEENKTYKTQLTCPCCNVKRKDTVLTKCFHLFCSECIKTRYETRQRKCPECNAAFGANGYHR
IYLG                                                                            
>Skow_XP_002735990                                                              
MSSAEPQRTETEAAGAEGGATGSSSTNTTDETNNHEMYECNICLDTARDAVVSLCGHLFCLKCLYQPFQGFGFGDGGFQM
SFGIGAFPFGIFASTFNLNDGRPRPANAGTQEHEEEQFLSRVFLWVALLFMFWLLVA                       
>Skow_XP_002735904                                                              
MEATTLPGFFSKDCDDVLLNCSVCNSRYKNAKLLPCQHSFCEKCLVSVADNATRITCFLCGRKHDIPIGNVQLCSECFSA
DHHGHKQRYLKDTTSEIRQDLGVLIEQIKENEQKNINFKQSIERVIDSLLSEFQEQEKNISNVASKVIEEFKDKIHNNCQ
QIRNKLKDEYVSQRGKLDQKITQIDFHTRGIIQLRKYAEGLVRYGSPGHLLSYKEEMTSAIQRSLAKRQELLVYKDQFMK
FEQTMNFYKTGTIGEIVFFTYQISNIPHTVRKGKTITLQLTILSRGNQVRARKEDVEATLETPGDMVEVMVIENNLDEKR
MIILEACMEQPGLHHLSISILKRQIHGSPFTFMVIADCGLSITSKLSHQTQPNKDPCVQIRKSKENMMREIEQKLQPVSQ
TDGGFSFGSSAAATLSALAAQRQKDEEPNAASASVATTTVESNKSTFTLSDSAFKGFSIPSTVPSSFSQQSYGDQVEDED
DNDGYYEGEDGDYYDEYEDYYAYSNEEDGEEEEDDDDDMMMMLGTRSVIDLQCIVLDMQKLLSVNRGCDDDLGKPEKSLS
SYMGEPLRLIKKSELSTMKTQSDGKTLVIATSPGKALGAQIIQQNQESAPGGQLFSDTKKGGLTFEGIASSSQGHGFSFG
KTSGSFKGFAGAGSQLFRHSEDDAGDNIHFEPVAQLPENVDLSTGEEDEEILYKERAKLYRFDNTSGQWKERGVGTLKLL
KHCKTGHIRLLMRRDQVHKVCANHRITTSMKLTENAGSDRTWVWNAMDYADEKPKLEQLAVKFKFPTIANEFKDMFEKCQ
EMLAESTMKGEKDKYFDSSNSASFGPVASESPDGFLFGKKELQA                                    
>Skow_XP_002735618                                                              
MAASNKSLLDEVTEDFLSCSICLEIYKNPKVLPCLHTYCQQCLVTFKDKSGVVLKCATCRIQCDTPIEEMKSNFFLTSLL
DTFQRQRQLSTDHPPVCETCQEKTATHRCVDCSQFCCDVCVTVHERIPSLRSHEVLTIDKYRYREIQSRGHLKVQSKVFC
SVHKDSHLEFYCDTCQVPVCYKCTIVKHRVPEHVHRDLQEVADEYKTQLKEMLGQLKMKEKQVEEEKATAESTREEIRNQ
CEAEKEKVKRRAKEVIESVKREEKMLIDALDESARIELKDAAMNIDEREFRHGNIVSTHHYLQTLVHHGNAVHLLSTKPE
TTKRIKEMVAMETIPHISHDITEFKARSDLATLVGVIKSDVCPSKCTVENIPKQLMKGESVKLLITTRDSRGKQIIPHQN
IQVKTKTHDASWETIDVTDTNNGTYHVTITGKIEGKKLVAMTIGNQHIPGSPFHIPVIRGLVQTMGKAGSEGELSNPWGI
TINKHGDFVTADFRNNRVVIHDRDGNYKQSFTFTGQFAETFTPLDVVISDDNEYFMTDINNNQIVVSDEYGKLIRKFRSS
EIDNPRGIAINPVTKNVYVSEWSKHCIRKYTQGGVYIKSFGKSGDKQGEFHKPYLLAINSKGMVYVPDCFNHRIQVFNSD
DQFMFEFSSTGDSRMSRSKGVAVDKNDYVYVSSDDKVTKHDSYGQFICKIDSDKDGLSYPFGVAVCNDGRIAVVDRGNNC
IKVFVE                                                                          
>Skow_XP_002735361                                                              
MATAESKILEKIDDNFLVCTVCSERYRNAKILPCLHSFCEQCIDKLVQKSGGKNIPCPVCRRIHDLPEGAGSVQSNVFLN
ELVVLLGKRDKKTNEVQTCEGCQRDPMTTHCIDCAIGLCDGCISTHKRLPSTKSHNLMSRQTYQAAKSADIATVQPPVYC
SHHPGNQLELHCDTCDIPICVACAALNHKLTEHNCRYLKDAASQYATDLIKVTDILAEKEKEAKESKENVLQMTELLENR
FSEQEYKLNVHIETVVAEITAKIRKNGEALLHEMNNVFSERKQNLHAQLKELEIAESDMKHARDFATHLMNYGNAAQLMS
AKKGMTSQIDELLKLKTKQHPAEDDYMEFQSNDDFCETKTLGEILHNKCIFEIKDVSKYYRIGDDVSITIATTGGTGVNC
MTLKQKIQSEMKTPFNTTEEMKVTDNKDGTCSLTYQAKVEGVHELTVLVNNKSVQGSPVKINVIPKRRLMGNYSGSGLSQ
LNYHESVLITREGNVLVCDSGNKLLQLLTLDGKHKRMIQFTGFNKSFYPCFAAESQD                       
>Skow_XP_002735174                                                              
MAAKLSVDRINEDLLTCPVCFERYKQPKLLPCQHSFCEQCLVEWTDKHGRLECPNCRQCHNTVSNIQQLPPSMVINAVIS
IVEEQERKQSHGTCHGCQENPTTHRCIDCALDLCTTCTKVHNKMPVSQHHRSVSVVEFQQAKSITLPTLHCTAHGEKPFE
LYCESCQVAICMLCLRSEHKGHEVVDLHGAADQFSKVTTNHLKLLKAKHREIQQSRTSAAKLSKELENQLKLREQHVKKH
TQETIEKLIKILKQEERSHLRKINLEYNGIKEAINREIQQYNINEELLLSTVAFVDNLLQYSSSAQLMNTSKETMNRLEI
LMSLNTTLEEKVADNSLPLFYPSNIILQGSLGTLTVKSTVCRPAGSSGLNQDCIITEQPCEEVMCKNDDAFPKDQKPNDV
AKVQDQHIVERPIYCNSHTTATQTGTCGVHPPMTLTKLLGGPGNEPGMFDYPFGVQVTTQNKIVVADYRNNRVQIINQFG
KPEFSFPVKSQSYLSFGSLRRAEQKISPMDVAVSLDDRYFFTHGIGEKRVIVCNKFGREIQGLQNKVLNHPCGIAINHNT
GIVHVVDRGSKCIRLYDVQGCDYITSIGQFEDPRFIAINNKGNLIVSDFDCIHTLTPEGAPMFTFRGCPDDQFQYPFGVA
TDKNDNIYVCDTSGHRVQMFSSEGDFIRNVSSGRDALSFPIGVATTTHDEVVVTDSTNFVKVFSPNTEWCKKYKLCNTGR
RA                                                                              
>Skow_XP_002735026                                                              
MAASNGTSPVVKQIDKQFLKCGICLERYRTPKVLPCLHTFCQKCLQNYIPPHSLSLSCPICRQTSILPEEGVSGLQNNFF
ITNLMEVLEGPKTNGTQSDSKALPCPSHEGEVLKFYCESCETAVCQHCTIAEHNEHSTVPLKDAVEEHKKELEELLTKAK
ARIAPLTHAIDLVSNTREKLSAKKTNAETDLVKSFETLDKVITTRKETLLNQLETYHSSKLKVLEEQKKKLELGLSNIIN
SCEFTEQALTHGNETEVLLVKKQMADRLRELSAISLSCKPEENDFIKFTCDLSSVEKCTVNTGSVQSNSAVPHESVASGE
GLKRAKIGEQTVVTIITKDSKGELVKTGRALVTAHIQNPDGNLALCTIADNKNGTYDIGYSLEYEGEHALTIKLFEEHIK



GSPYRVKGMKEIVSPTRPSSSKVTKTNVKQKATKRPPSTISSKSRSARSNPIEDDLLLRIGMKGRNKAEFMNPQCVACSA
TGRLIVTDSGNNSVQVFVNNCDFKMKFGIRGRNPGQLQRPTGCAIMANGNYLIADYDNKMVSMFTPDGKFASKIGTGRLQ
GPKGVSVDRNGNIIIVDNKNSQILIFNPNGKLLNRFGSRGMDESQLCGPHFTAINSNNEIIVSDFHNHCIKVFDAEGQFI
MKFGSNGEGNGQFNAPTGVAVDSLDNIIVADWGNSRIQVFDSNGSFLSYINTNADPLYGPQGLAITSDGNIAVADSGNYC
VKIYKYLQ                                                                        
>Skow_XP_002734826                                                              
MATTPMTSGTSQQPNKTWELSLYELHRTPQEAITDGTEIAVSPRSLHSELMCPICLDMLKNTMTTKECLHRFCQECITTA
LRSGNKECPTCRKKLVSRRSLRPDPNFDALISKIYPSRDEYEAQQEKLLARLNQHHNQQALQNSIEEGLKLQAMNRAQRV
RKHQSEEHIVGSNNHIDEQEASPSPPPPPLAPVTVDCEEEDVDIQHHHKKLKTTSEESGPEANDSVGEGCSENTETLVNE
IELVFKPHPEEEPVDTATSSQTRFIKTTANATVDHLAKYLAMRMALENGFKWVNDTGSGK                    
>Skow_XP_002734741                                                              
MPIQAPQWTEFLLCPICYNDFDDNVRLPISLVCGHTVCRTCLAQLHRKQCPFDQSNISADINSLPANYALLQLVGVEIPK
TVELPSGLSSQHLKQYEESKSCVEEMALLLQPLSKVNVGSKECVLSRPMQRKLVTLVNCQLVEDEGRARAVRAARSLGER
TVTELILQHQNPQQLSANLWAAVRARGCQFLGPAMQEECLKLVLLALEDGNALSRKVLVLFVVQRLEPQFPQASKTSVGH
VVQLLYRASCFKVTKREEDSSLMQLKEEFRSYEALRREHDSQIVQIAMEAGLRISPEQWSSLLYGDASHKSHMQSIIDKL
QTPASFAASVQELSIALQRSGDPANLARLTEDFELLANIDPAPGTTIPSWEESQRSMRAAKTAVLGLVDFVQNHSHHRKV
LEQAQNSKYKTSLCRDVQQSGGCPRAANCTFAHSPEELER                                        
>Skow_XP_002734690                                                              
MAASEKSLVKEISEDFLSCAICLENYKNPTLLPCLHTFCQQCLVTFKAKSGGVLKCATCRMQCDTPIQELKSNFFLTSLL
DAFQRQSQPKTDHPPMCELCQEKTATHRCVDCPHFCCDVCVTIHERILATRSHEVLTIDKYREIQSRGHLEVQSKVLCSD
HKNCHLEFYCDTCQVPVCLKCTIVKHRVPEHVHRDLQEVADEYKTQVREMLEQLKVKENQVKDEKVAAETAIEEIQNQFE
VEKMKVKKRAEELIEKVKREEKMLIDALDESATMGLKDAAMNIDEIEFQHGNIASTHHYLEKLVHHGNAVHLLSTRLETM
KRIKEMVARETKPQLSYDFIEFQPKSDLSHTLIGVVKSDVCPSKCTVENIPEQLVKGESVNLLITARDSRGKQIIPRQDV
KVKMRNPDASWEDIDMSDNNDGTYHVILTGKIEGKQQVAITTGKVHIPGSPFHIPVTGGLVQTVGNTGQGQLSKPWGLTI
NNHGDFVTADKRNNRVTIHDKDGNYKQSFEFTDQFAKPFKPCDVAISDDNEYFMLDCNNKQVVVSDEKRKVIRKFGCSDK
TIGIAINPVTKNVYVSDYITHCITKYTQGGVYINSFGRKGDEQEEFNVPGFLAINSEGMVYVPDSNNHLIQVFNSDDQFM
FEFSSTGDSTMSYPKGVAIDKNNYVYVNSENKVTKYDSDGQFICRIDRDKDGLSRPHGVAVCNDGKIAVSDNNNNCIKVF
VE                                                                              
>Skow_XP_002734560                                                              
MASAGKILKQFEEHLVCQICLERFKNARVLPCQHLFCEECLIKLLGTNRKVNCPTCRATVHLSGEITTLPRSLHVNTFSE
ILESRDQDDSEGVLCDGCEEYTTTLRCVECAMYLCDICGKTHKKIRSTKNHTLMTFDLYQAELINDPHFDKRTLLCNSHE
GIRLKFYCKSCKVPICSECAMFEHKDHTCTSMQEARKEVVTEMHVWKRKLVLMVTFLEGETRKLQNTMGIITKNIEFQEK
KIQLHSKKLLQKLRDKMKLIEEQIEKDSQQKINILRDERESKQEMLQSKCEEISSRNEQVSAVMASLDKSIQSEDPCTLI
LTKDALLGRVKMILDQADNGTVEELELPEFDCKDTFDTAIMFDDISIGEINAIKVQISENSDQMYNSAFSSKKENIQSAA
SPSYEAASPSYEAALPSYEAASPSYEAASPSYEAASPSYEAASPSYEAASPSYEAASPSYEAASPSYEAASPSYETPLKK
GDTWYLVDSRWFNKWKKYVGYDSWVMRGMGEQESYPGPIDNSGLIKESGLLKEHLIDELDYICIPTQAWRKLVAWYGIVE
DQHTVARDVIEDGMFVKHCRIEVYRMELHLSMHMMKGHVVKDFSKADTVGMVQDKMRRIFNIGKDKETRVWNKYMNNAYE
LLSKKDDTIKQANLYHGQQLIIEERNKDGTWPRANKNQ                                          
>Skow_XP_002734409                                                              
MEEADESVGYDMEFVPPLESKYECPICLMALREPTQTQCGHRFCRSCICQSMRETGSKCPIDNTPLSFSSLFPDNFAKRE
ILGLRVKCPNPGCTFVFELRNLEEHNLKCDFYQEQCGLNCGLLIHRKSMEIHQKNECAKRLVSCEYCFIRIAFDEQENHL
KECLKFPVVCQYCQMQLTREELAGHIEKDCFEVIVSCSYANMGCKEKMTRRDMLMHEKNSLVIHLQYVASTLNEMRIKSK
RQLEKPETETFYHSWHTDGCKTDNEEGVTYSTSFSDPPSFTNKEPSGAYALEHSAFDFAIPDREPMRKFLPKTFNSNRSR
QFSPATSHRSARHHDDIQSQYSTQTMSHMDLSILAERMRYQEGHIATQEQKILELQAKLESRDKEVKELTQKISRWEAIV
MSNGIYYWKFENYTELQTITRSGETSVVHSPGFYTGYYGYKLCLRVNLNGIDSAHSSHVSLFVHFMQGEWDDFLDWPFSG
KITLTILDQNEDTRVRNHISETLIAKPALAAFHRPKTNRNHKGFGYMEFAPLRTIHAGHYIKENCLLIKAVVHSN     
>Skow_XP_002733991                                                              
MERQIRLVEVNAHITCRICHGYFIDATTITECLHTFCKSCIVRYLEEHNTCPTCGIVIHQSHPLHYIGHDRTMQDIVYKL
VPKLQMDEEYREKRFYELQGMQYPHNETEEQPRDNASTSKTDDDNDYHRSDEQVNVCLECNSFNLRALKRKYIRCSSQAT
ITHIKKFIAKKLKLATHLEVDILCNEEILGKDHTLKFVTVTRWRCRESPLMLQYRPRVEL                    
>Skow_XP_002733628                                                              
MAASTIFSEICDQFLRCKLCEGDFNSPKLLPCLHSFCRNCLDGLLKSDSNERSLNCPVCKQYVSLYGKHGVDGLRDNEFI
ASLTETMGMLQKIRNPVNAIVCTCCSDGNEAKSYCPACDDFLCDDCVGAHGRLKVFKNHASVLLDDIRSGKCTECLLKHD
KTQVCKVHDGEVMRFYCKTCEKQICRDCTVLDHKEPDHRYHRLCDAISECREALKKNLSEVKMKISLVNNSLKAVAKSQN
EIAQGKEKTIEKIHLEAEKRVDDITNMRIALEGQVNALSSIKERQLNDLKDMLDLELLKLNGSFEFTDIILKMGIDRDIL
AGKTQMERRLKELAETCVEANMVVDTAVKFIGSYATRATDPLGKVVDESGTTVTVDGPLKSNSVQYSCRLLFEFGKRGSG
PGEFCDPEGVAVTNAGDIVVADKGNSRLQIFDSLGNYKFQSPAHMYKTPTDVAVNPDNDFVVVDYGLRCIRITSPDKCHV
TIRKTDSSDSPKSPVDDDFWNYLHGITVDRIGHVVVSSSCHEQSHIRVFTPYGTEICRIGEKDKLDRIFYMCTDSSNENI
LVSNHGKRPLRKYDIRGREIWSTNLPGHFITGICCDDLDNMLTVSYRTGQILLVHKDGTPGGILAEGLSHPEGIAFTKDK
KLVVVDGGHNRVKVYQYRRTGSNA                                                        
>Skow_XP_002733347                                                              
MFKKRQRVEEEEVEEERYFLNPTAVSRHLYCSICQEVFIEPQRAPCGHSYCKKCILPWLHKSKTCPDDRKPVQIHQLHFD



FILANIIGDQMVACPYRKSGCLHIGQLEQLASHKKSCNFNPKNLPAFLLANKENLTGHDPTPSSSQQCDEDDDDVLPTPA
KPSLKMRLFQNGGGQRELLCSMFKNSSNKR                                                  
>Skow_XP_002732762                                                              
MASNFPATKKKIREEMLTCSLCLEPFRTPKVLPCLHSFCQHCLELWMKKNSGKLTCPICRREMPDNDVSALQTNFLLTEL
SGYMSTIKLLKTEDKSCEACQETMAVSRCTNCSQNLCEMCTKAHRNLKFTKAHSVIDLKHYTEKAINGVKKAQTIVYCNK
HKQSPVEIYCTVCQIPLCIKCALIDHSTPGHRHQYLEEAAKDAKERLQPQIEELKNKIQAADMAITDVGQEMEKLSENHN
KTVDEIDQHAQCVINHVLKKQTEAKQQLGRIVNNRNSKLESQKKNLELTKAMLESADDFVENIMKFASPSQCLFSLKNVT
ERLNHVLKDREIESLSDMDSSLCFIPNKNILHEELVHQQAELKVEVKGMKKSINLGDELQIRIYTRENSSVQQQDILVTM
TTPDREHQNVSLLSRIGGVCGGVIPCTVKFKQEGIHSLMVKQSNQRVKGAPFEIMVLPPVGSVYSFGSEGSRKSYFNIPW
GVAINNNGQIVVADTNNHRIQILDWRGHCLNCLKCDLFPKPFTPRDIAVSDDGKYFVTDRGNKQIVVCTEEHVITTFGPN
EGINPYGVTLTNDGCVLVTDRQKDRHYIRKYTISGEHVMVTEIPGSTEGQPIHPDSVAVNTNNQIYISDSRNHRIQIMDS
SLHYLKSFGSLGNGINKFNVPCGVDIDKDNNVYICDTGNKRICKYSATGELIEYIAEGKVDCPTCIAVSKDYPLKIVVNE
CRLHSIKMLYV                                                                     
>Skow_XP_002732700                                                              
MAAAKRSTTLDQIDDQYLTCSICFERFNNAKILPCQHSFCELCLLKWVNKHRQDRCPVCRHKCQLSTSRIRKLPSSLLIN
GVIGIIEAREKQLRGGPCDGCLNNPSSNRCVDCAMFLCRNCSMAHKYKPVSRNHHTMTTDQYQQARLKDPSIAQLAVNCT
AHNDKVIEFYCETCQIPTCGSCIRQIHREHVLVDINHAADEVRVLATEKITSLKTKVTQARVSRERTMEHVGELDREYNK
QVERIKLHAKKTRISIFKKLKQLEQSHLEHLKRSRDQINGELDTHLHTHEQVEELVTSTLTFTESLLQHSSSALLMKTSK
ETTNQLDTMAEIDTVFKLHRKTLPTFCPADVTIKGTLGSFSHVAQCELETMSGSGSTAGSHKGLESGKIEIEISRAKPIS
SQQELQTRPGRERDLLEQTLESDYAGDNDIKSDHSESITSAPSSNEESSTSQTRFDTMIETRSDVTLHSELCLEKSLGTY
GEGSGNFNWPLGVTVTAHGDIAVADQRNYRVQIIDRNGKEKMSIHNEGTVTFFGIKKSYPIDVAISKDGRYLITDGNKAY
SGKTSLRFRKTEGCNFNQVLVCNQSGRLISCFGKNELRNPCGIAISDSRKLAYIVDESANCVLVYETDSYTYVKSFGKGH
LHGPTFIAVNNKDDIIVSDTHHHCVKVFNCEGELSFSFGSRGSEDGKFLYPFGVATDNHGNIYVCDYGNSRIVIFDFRGE
LITSIKEVPWPTGIAVTGDVPCKIVVTTECVQIYA                                             
>Skow_XP_002732421                                                              
MATSNEDRAAVLDKIDEDFLTCSICQERITNPKILDCLHSFCARCLKDYAAKNPIFKANPSCPVCRMSFRLPESGVDGLK
NNFFVSEICKVFESYRKTRGESKVNCFSCESEGTSLTLSYCLQCSEFLCRECSNHHTKMKSTKEHQVLSGDDLLSKRNWV
ESRSKSTSLCRKHKTELLKLFCSTCKVPVCILCSLQEHTGHKNIDIDNAAKTTKDAILSQISVAEERISQCQYSLNRAEQ
TGQELESCRVKAKKDIDERAKNLIHLLTEQIELHAENLKREVDERAAVKRIVIDKYKKEMEEQIDRASSTCDYSGKVLSY
GNNTEVLLMEKQVCGKLNSVTKESISKLPTTGKMKLENYNMVPVIKYADIGRVVWTMSGPLLAAEMTEGDRVERGSDWIW
QNQDGGAGCKGTVLSKPNKGHWVKVKWDKGGENIYRMGASGHYDLERADDRDKRLNLDQVSKTSSSWLNWIGL       
>Skow_XP_002732239                                                              
MATEASSDKFLEEIDETFLNCGVCSERYSNAKVLPCQHSFCEHCLVKLVEKTGQPIHCPLCRRKHYIKVSDLPSNYFINE
ISEAFKNRDVGSKEPKQCVCEKSHVSYRCLDCAMDICDGCARAHLHIPLTRSHRITSLESYQSSIVNDPSSVYSTTYCDK
HTDSPVKFYCDSCEVAICLECTVIDHRDHKQRYLKDAAAEYKNELVVNAEQLKVKENEVRDSKDTTQRMADSLETRFRQE
KKRLENHTEKTIEEVTRKIRNASKQLIDALKDEYKNREVNLRVQIKELESSENSIKYAREYTNNLMHYGNPVHMMSAKNG
VTSLLTEIQTLETKQTPADDDDIQFIPSENSSLIQVLEGNISTQKQSLRAEIKTPDMKIEDVEVKDNEDTSLSVRYTTKM
IGEHELSITAYKTHVLGSPVKINVIPKKGFLRKFGENGLAVGQLRNPHGVIITRNRNVLVCDTGNNRLQIFTLDGNHLKS
IKFTNFAKPFTPHYSAISDDGYIFTTDHNNKQVVVCDENGKLIRVFGSKELQSPYGVAISPINGNVYVTDFRSHCVRIYS
ELGVYMTSFGSSGTGDSQFNKPWDIAIGNTGNIIVSDYSNNRIQVFDNNCRLLHVFGCQGNKEGEMNGPMGVATDTDGCV
YICDYSNKRVQKFDPQGKFIARIDNIEDDVSSHRGIYVTDDKPFGKVVVIEWGRCCVKEGDDRTQYKSALDLTEEKGWDD
LYELIERTSLANKTDTGESLLMREIRHGHREMSELLISQEIDVVYVLVVKILPKVDK                       
>Skow_XP_002731943                                                              
MGYDIERFLGQVNEGLLCCICRDVLEDPLQAPCEHAFCSTCIHGWLVHENICPEDRRTLLITQLRPLFRYMKNDLDKLEI
KCGNSDNGCSMITTLENIDRHEHECGFGNVSCPSIGCSVVLERRNLNSHLGTCEFRTKVCPRGCGLTLLTKEDEEHNCIG
ELRTELELLRSEMICKLDDQNKEMQLRLDSQRSHMVQKSSHMQQQIDELRGQISRLQQDVRSLTNAERKRRQEMERMELE
KQELIELLKGFQREADANKKGACRNCKRNEKITAI                                             
>Skow_XP_002731878                                                              
MAGAPVSAESILNEVREDFLSCSICFEFFKKPRFLPCLHTFCEKCLVDYKAQSEGVLRCATCRLQCDTPIQGLKSNFFIA
SLIDSVQKLKQLKSHHPIICDMCEKKPAIHRCVDCSQFCCTSCVKIHERVPALRSHNMLTIDEYTESSAHSIDLSKAFCS
DHKDSHLKFYCDTCEVPICSDCTIVNHRVPEHVHRDLQVVAEEYKRQLKNLLEQLKAKEKQLEMKKAAAKNTPDEIQTHC
EAEKKKITDKATGVIEKVRSDEKELTDALDVNARKQIKDAELNIEEIEFHHANTVSTQNYLEILMHHGNAVHLLSTRHET
TKHVGEMIAMETKHSTFGVIEFHQGSNIDTHGLLGVVKFDTCPPKHSVENIPRRKLKWEFVNKLMVKMKKQCDVFLLTKI
AITVAIILIAMVIAQPYIVVEVASPFKSTIENIPKQLVKGESVNLMITIRDSTGKRIETPPHVSAKMTLPSKSIMQDINI
VNNNNGTYSVTFSGKMAGQHKIEVKVGLTDGQHIRGSPFNIDVISGYVLTVGNLNDTFGITINKNGDFVTTDANSNRVTI
HDIHGKYKQSFKFTHDHLIEPRDISISNENQYFIVDALNQKVVVVDENGKFIRSFGSSILDDPYGIAINSVTKYVYVTDL
QDVTRCIRKFTQDGNYVKSFGSRSGLQELYQPEFLAINSDGIVYVADQVDNQILVFNNDDEFMFAFSSTPMSRPRGVAVD
ENDFVYVSSCCRVNKYDSNGQFIRKIVDLRWSQLFGIDDDDGDYTWRETFWCCGGYTRSELFAIAVSIDGKIAVVDNTKK
CITVFVE                                                                         
>Skow_XP_002731675                                                              
MACGSDSRDIDKIGREFLTCGLCLEYYKNAKTLPCLHSYCEECIDKLVSRKGGLICPECRKEYGGACDGTVATEAFRSNH
VINGLVEFIKARDRRSENRREGQMCDGCEEATAIQRCVDCVSNLCERCVKTHRKLRVSKGHRFISIDIYSNTNPEQVSVY



RPATYCNVKGHEENVLQFFCDMRSSNCLACPVGAYFNDRYSTRPAMVIGATLSTVGLFLSFFASNVQYLYISYGVMTGIG
HAFLHTAHLPILAKYFDKRFAFATGIACLGSDLGYFLFSPMIQTFVDKYGLRGAFLIMSAINAHAFACATVMRPINVISQ
DKVNPNPNESTNGCCKKIVQRLGFRLHCTHHGFALMMFANFFGALGYFSSLSLIIPHAVEIGVTELKATFLVATVGITSM
AIKTIQGWCIDRYNIRALYILPILTLILGVSQVTMAVATTFPVMVVSCVLIGVCNGMYSPSLYREVTVSPDITLGTGSST
DTSTIQVERE                                                                      
>Skow_XP_002731433                                                              
MAKAESKILEEIDENFLVCTVCSERYRNAKILPCLHSFCEQCIHKLVQKSCGKNIPCPVCRRVHDLPEGASSVQSNVFLN
ELVVLLGKRDKKTNEVQKCEGCQRDPMTTHCIDCAVGLCDICISTHKRLPFSKSHKLMSLQTYKAANTAAVQPPVYCGSH
PGNQLKFYCDTCDVPICLECTALNHKITEHDYRYLNDAASQYATDLTKVTNMLAEKEKEAKESKENVQQMTELLENRFSE
QEHKLNVHIERVVAEITAKIRKNGRELLHRMNKTFSERKQNLHAQMKELEIAENDMKHARDFATHLMNYGNAAQLMSAKK
GMTSQIDELLKLDTKQHPAEHDYMEFQSYDDFCETKTVGEIRYNKYILEMKDVPKYGKIDEDISVTLATSDGTLINSMAL
ELNTQFKMKTPFNTIEEVEMTDNEDGTCSLTYQANVEGVHELTVLMDNKSVQGSPVKINVIPKKGLMGNYSGSGSSQFNY
PESVLITKSQDGNYFITDSDNKQVVVCNNNFELIRCFGSEELTYPVGISISPVNERVYVVDQYSHCIRIYKQDGRYINSF
GSEGGEDCQFKYPWGITTDNKGNVIVADQNNHRIQVMTGEGEFLFKFGSCGNSDGQLQYPGSVATDTDGYVYVSDCVNNR
VQKYDSHGQFVCRIDSPGDGLRNPYGICVTNDKPFGKVVVADYSNHSIKVFAQ                           
>Skow_XP_002731247                                                              
MAMAASNKFLMEEVTEDFLSCSICLENYKNPKVLPCLHTFCQQCLESFKAKSGGVLKCATCRIQCDTPIQKLKSNIFLTS
LLDTFQRQRQLKTDHPPVCEVCQEKTATHRCVDCPQFTCDVCVKAHRYTPALRSHEVLTIDKYREIQSTGQLMVQSKVFC
SVHKDSQLKFYCDTCQVPVCVECTIVKHRVPEHVHRDLQEVADEYKTQLREMLGKLKVKEKQIKKEKVAAESKREEIQNQ
CEVEKSKVKKRAKEVIERVKREEKMLIDSLDESATMALKDATMNIDEREFHHGNIVSTHHYLEALVHHGNAVHLLSTRLE
TMKRINEMVSMKKISPISHDIIKFQPTSDLGTLVGVITSDIHVCLSKCTVENIPKLLVRGESVNLLITTRDSKGKQAIVH
HDVKTRVKTRKPDASWEDIDVTDNNDGTFHVKITGKMEGKQQIAMTIGNQHLPGSPFHIPVYIRGLVQTVGKGQLNSPFG
LTINKHGDFVTADRENNRVVIHDIDGKFKQSFTFTGQFAKPFTPRDVTISDNNEYFMTDENNKQVVVSDENGKLIRKFGS
SEIDNPRGIAINSVTKNVYVSEFSTDCIRKYTQDGVYIKSFGRNGSRRGEFNGPCMLAMNSNGMVYVPDYNNDCIQVFNS
DDQFLFEFSSTGDSTMSCSRAVAVDENDYVYVGSEHKVTKHDSNGQFICRIDSDKDGLRHPLGVAVCNDGRIAVVDFSNN
CIKVFVN                                                                         
>Skow_XP_002730959                                                              
MATEQSTASRNFSGYVRGVMPTVDSTLHALNHGHQHGATGGDVIIDIPGNTAQDENENTGGGTQNGGIGNATASLADLRI
AGTWVEKIIPFVIVVLLKTLVDHRLGLIVLIGMFGTFLHFNGSLKRQVALKEKRNFFTLLVTMTFMPLNMLFIYYVFTEH
QLQNCLILMKPNFDQIDIWNLFWIVGITDFIIKFITIAAKCLVTLLPKSWLGYKVRGKYYLFIEQCSQFYRLLPPVPVWC
SYLSDDTYSHWILTYCLVFIYLIAKARTVFDRTLDVRKAWKNLFSDVQYGDIPNKEEMLAAGSSCPICQEDYDDPIMLHS
CKHIFCEECVSIWFDRERTCPMCRAKIADDPSWKDGSTAAYLQFF                                   
>Skow_XP_002730877                                                              
MAASKKSFLNEIGEDFLSCSICLEFFKNPKVLPCLHTFCEQCLVTFKAKSEGVLKCATCRIQCDTPIQELKSNFFLTSLL
DTFQRRRQLSTDHPPMCEICKEKTATHRCVDCPQFSCDVCVKMHEHIPPLQGHQVLNIDKYRRIESKGHLTLQSKVFCSD
HEDSHLEFYCDTCQVPVCLKCTIVNHRGPDHVHRDLQGVAEEYKTQVREMLEKLKVKEKQVDEGKAAAESAREEIRNQCE
AEKKKVRRRANELIERVKREEKMLIDALDERAKSGLKEAAINIDEMEFHHGNIVSTHHYLQTLVHHGNAVHLLSTRTETN
KQIMQIVAMETKPPISHDMNEFQPRNDLGAESLLGVVKSDACPFKCTVENIPKQLQKGESVNLIITTRDSRGKQTIPCQD
VQVKIRRPDASWENIDVKEDSNGTHHVMITGNMEGKQQVAMTIGNQQIPGSPYHIPVIKGLVQTVGKGQLKGPHGLAINK
HGDFVTADRSNRRVVIHDRDGNFKQSFEFTDQFAKPFTPCDVAISDDNEYFITDDNKKQIVVSDENGRIITKFGSSEIDD
PLGIAINPITNNVYVSEYSEGYIRKYTQGGRYINSLGIQGNKQGELNRPCILAINSKGMVYVADRNNQRIQVFNSDDQFM
FEFSTTGDNDTMEYPVGVAIDKNNYVYVSSRHKVTKYDSYGQFICRIDCDNDGLSRPQGVAVCNDGKIAVVDFDNKCIKV
FVE                                                                             
>Skow_XP_002730875                                                              
MAASKKSLLNEIGEDFLSCSICLEFFKNPKVLPCLHTFCEQCLVTFKAKSEGDLKCATCRIQCDTSIQELKSNFFLTSLL
DTFQRLRQLSTDHPPMCKICKKKTATHRCVDCHQFSCDVCVKIHEHVPPLRGHQVLKIDKYREIESKGHLTVQSKVFCSD
HKDSNLEFYCDTCQVPVCLKCTIVNHRGPEHVHRDLQVVAEEYKTQVREMLEKLKVKEKQADEGKAATESAREEIRNQCG
AEKKKVRRRAKELIERVKREEKMLIDDLDERAKSGLKEAAINIDEMDFHHGNIVSTHHYLQTLVHLGNAVHLLSTRTETN
KQIMQMVAMEIKPPISHEINEFQPRSDLGANTLLGVQTVGKGQLKDPLGLTINKHGDFVTADRGNRRVVIHDRDGNYKES
FEFTDQFAKQFTPSDVAISDDNEYFMTDDNNKQIVVSDENGKLIRKFGSSEIDDPYGIAINPVTNNVYVSEYSKGYIRKY
TQGGRYINSLGIQGDKQGELNGPCILAINSKGMVYVADFNNLRIQVFNSDDQFMFEFSTTGDNYTMEYPVGVAIDKNDYV
YVSSRHKVTKYDSYGQFICRINCDNNRLSKPSGVAVCSDGKIAVVDWENYCIKVFVE                       
>Skow_XP_002730542                                                              
MMSTNSEKLDLPQSLPELKAIDDSLRCEICFEYFTTALILPTCSHNYCSLCIRRFMNYKSQCPTCQTPVLEPELRNNRVL
DNLVKNYLSIRPKLLRSLSDSNTPPVISSEHNDDGAIIVNNRDDKSPNAIKCAFKKVKSPKTEKSKKPSSHVESTPQPGT
STDSGKVNEDVTILKSFPSPANQSRVTSSLPKANCPVCGVTLLEKNINAHLDLCLNSDPKKSALRSSAPKRKTLPKLVYN
LMSDKDLKKKLKEYNLSVQGSRQVLIKRIQEFTLLYNSQCDSENPKSAAAIAKDVEKNEKMKTQLAHKESIKQAKLVFDK
GESEEEQEKKKEKYMKTHKSQYDQLINEVKKRMGTRRTKKANQAEMEDSGDKNMESATTSQSDAVPSTSSTSMETEISNS
GDTPVAMDTQSSESSLATNRINESEFDIAEKCVSSKDELKFIDSISAENVNSDSDFAVDATASDGNSTRKKSKRPVGRPK
KHQKSHSAVHQKEKQKLSEPEVAPEEKQCIVDEQSDEEQLSPSIFSDPMPEMKQSTSPGSSPIFGNQPQTDKRESRSPSS
TPSLGFGPLESSEFGSNSETMLDDDMGKILQTLESPTTVPKRSLRKRKQESMASPDYSTGENCSSSEVETTKRKRKAPRK
>Dmel_FBpp0071688                                                               



MDSDIEMDMESDNDGEYDDDYDYYNTGEDCDVERLDPKRADPEYFEYECLTVEDIEKLLNERVEKLNTILQITPSLAKVL
LLEHQWNNVAVVEKYRQDANALLVTARIKPPSVAVTDTASTSAAAASAQLLRLGSSGYKTTASATPQYRSQMCPVCASSQ
LGDKFYSLACGHSFCKDCWTIYFETQIFQGISTQIGCMAQMCNVRVPEDLVLTLVTRPVMRDKYQQFAFKDYVKSHPELR
FCPGPNCQIIVQSSEISAKRAICKACHTGFCFRCGMDYHAPTDCQVIKKWLTKCADDSETANYISAHTKDCPKCHICIEK
NGGCNHMQCFNCKHDFCWMCLGDWKTHGSEYYECSRYKDNPNIANESVHVQAREALKKYLHYYERWENHSKSLKLEQQTI
DRLRQRINSKVMNGSGTWIDWQYLFNAAALLAKCRYTLQYTYPYAYYMEAGSRKNLFEYQQAQLEAEIENLSWKIERAET
TDLGDLENQMDIAEKRRTTLLKDFFPVDA                                                   
>Dmel_FBpp0072158                                                               
MSVHYKFKSTLNFDTITFDGLHISVGDLKREIVQQKRLGKIIDFDLQITNAQSKEEYKDDGFLIPKNTTLIISRIPIAHP
TKKGWEPPAAENAFSAAPAKQDNFNMDLSKMQGTEEDKIQAMMMQSTVDYDPKTYHRIKGQSQVGEVPASYRCNKCKKSG
HWIKNCPFVGGKDQQEVKRNTGIPRSFRDKPDAAENESADFVLPAVQNQEIPEDLICGICRDIFVDAVMIPCCGSSFCDD
CVRTSLLESEDSECPDCKEKNCSPGSLIPNRFLRNSVNAFKNETGYNKSAAKPAAVKNEEKPPVEKEVEKKPVAEVEPEE
TEVKPEKQKESETNGSNPPKSESPEPPATTEPSQKEKDKYDSDYEDNITIKMPQPAADSTTVPSKRSPSYSHRSESSHRR
DRSDYVSDHDHKHQRPSKSESVNKDRSLLPLPIGTLPSYQGHMMAESEEARRSSAYKPPYMQMQRGPPPMHMMSHHMPAY
NNGFNNMGQRPPLSYVPYQNQSVHPMRAPYGSAGGGMNMNMSQPFQSPNLASIYQGVAAKVGSGPIDDPLEAFNRIMKEK
ERKKVDRFRSSDRHRSRSPDRQRHRFKSPMYEKDNSRDNLKDKRPRSRERKREHSYERHIRHPRSSRQPNDGSKSPGGRI
KRSGHRRSASPKPGYKSDYRDKPYNKPSAPKTEAVEPPPPGFEPLQLTDEDGYRNKHPTSSEASQSSKGDSSKKRGENRH
EEAPRKRHRSRSISKEPKPNDSNYRSLTPPAKITTPKMTAAQLRQRESSPKTPEKSHDDYLTAKARIMASQPVINDTEME
TNVGKENKAKSPLSKDRKKKKKDKDKAERKKNKKDKRAKKEKGDRQKKSSSVNRSDSDINNSSLMNESNYKVLSPRAQSP
SIEINAAQLSPTHNATENVNPKSHSILTVGAASDDNLGPRSKLSEANSVNLSKWEIDENILGLEDSSKKAAGASDDPSEI
TSDVLRKAENAIFAKAINAIRPMEFQVIINSKDNSKDRSVVRSDKDRSSSPRRNNSSRSVKDRLGTKISNDRSRSRDKSK
GRRRAARSSDDDANRGRSDRHGSRKRDNRSRDRAAPSEKRQERSYKRSSPEDDKLRRQNKEQSESKHGKHDQNNSDDSDR
RAAKNTKSSDSRVVSSVTAVVAPPKPCRPDNPFRKFVDTSSSSSLVVKYDNTIQKEGASSDNGMEHRKQRDKKLKKHSKY
SSTDSLKSEKRKDPKSKKKSKILKKKKKSKK                                                 
>Dmel_FBpp0072626                                                               
MDFRNARARQPEIVRSVQKDARYTNELAEDLSDVLRLTGPRNWIKYNQMCRLLAELSYHGFASANNLQTLGEEYTGIIQV
DGNYKQIPSRLLQLIAIVLEFGGDSLFQRLMQKLDTYVANNDEIRTEIKPQLKKIIQRLRQSPSYVKALHKSLFYLDASK
YQLSKRTTGINYVLIRHWLQPEFSLYGYKILGVITFLQVSVSLAISGWDAWREHKRQQLESIKQAGKNFLQRSSSTKDVD
PNTPQCILCLEPRSDSSLTPCGHIFCWSCLLEWLEERDECPLCRESLKKSQVILLQNYA                     
>Dmel_FBpp0072708                                                               
MDSNNSSNSKKQPQSSHHGKSSSAESQRKSSELHTNSNKQRHSRRRNQVPTPRNDQQQQPQQPAKLRPNVDKRPKARGFG
GGYDFPSPRGQDGASGSSRLAYSATGYSRSGDFDHELNSVYTQGSKKQNLNHLLNFHCVPRELERGHHHQAQQHHGLSGR
KQRYNKEQFLQANFQFVIRSGAKAQVNGSPDALIDWSYIEQINIQTTEELQCPICLYPPVAAKLTRCGHAYCWPCLLHYL
SLSDKTWRKCPICYDAIHAGDLKSCTIEQLRDLQVGEKITFQLMRRRKGSMYIENHVAGLGETIERFPFVSAGEEAKRYS
KFLIAKRMDVAAIIERERNELLAESDVSCPEDVFIQQALVMLQERVEKLGVEKPDPKEDEEETAPVLCLETETKIDIEKS
DDASISSGEASSSLSYSSNHNKYYYFYQSNDGQNIYLHPLNVKMLQACYGTLDLGPLLIEAQIVQMEQHSMDEEHRRKFT
CLGHLPLTCQFSVVEVELQPPVVTGGILKLFKEDILHRKKERQRRDREERKREQHINEINDRQMGKLIASAANLDLSSSH
EFPTCGFEEALPAPSGSVPMNISNQDPGSRYSSVTLGSPKQEMWPTIGSNSPGGGGAPLDVQVGAWGRSAPPPPRAVMVP
RTSDEDFEQRSVGHWGLGELLVGALDQKKQKVGAAKSNGAAPAESKKQKKAKGKKMVPLFATGMNRAP            
>Dmel_FBpp0073969                                                               
MEEPKSVSTAELPSTSTGASSSSSTLSNNVSYDKIAWTRDITEPLAEESSTSQLRPLGTSIPTNSTASELKKSNTSYSFT
GDYLSGGNKADLKGGYPFGGTDTDTKANEKDKEKEHTADDSLYECNICLDTAKDAVVSMCGHLFCWPCLHQWLLTRPNRK
LCPVCKAAVDKDKVIPLYGRNSTHQEDPRNKVPPRPAGQRTEPDPVPGFPGFGFGDGFHMSFGIGAFPFGFITSRLNFFE
PRPPADIRRLHEDEPWALSKLFWHFVVFVIYGLLVPIVHGSSR                                     
>Dmel_FBpp0073970                                                               
MEEPKSVPTAELPSTSTGASSSSSTLSNNVSYDKIAWTRDITEPLAEESSTSQLRPLGTSIPTNSTASELKKSNTSYSFT
GDYLSGGNKADLKGGYPFGGTDTDTKANEKDKEKEHTADDSLYECNICLDTAKDAVVSMCGHLFCWPCLHQWLLTRPNRK
LCPVCKAAVDKDKVIPLYGRNSTHQEDPRNKVPPRPAGQRTEPDPVPGFPGFGFGDGFHMSFGIGAFPFGFITSTLNFGE
PRPPAANRGTRQYEDEQTLSKLFSYLAVVWILWLFYA                                           
>Dmel_FBpp0075071                                                               
MERRVKLKTINPHITCKICGGYFIDATTVTECLHTFCKSCLVKHLEEKKTCPTCDNIIHQSHPLQYISFDRTMQDIVYKL
VPKLQEDESRRERDFYKSRNMPCPKDITQNHEDDNEKVMDAHAESDFHRLDEQVNVCLECISNNFKNLQRRFIRCSSQAT
ITHLKKLVAKKILNGIEKYREIDILCNEELLGKDHTLKFVYVTRWRFRDPPLRLQFRPRVEL                  
>Dmel_FBpp0075265                                                               
MGYDVNRFQGEVDEELTCPICSGVLEDPLQAVMCEHAFCRGCINEWLTRQPTCPVDRNSLTTANLRAVPRILRNLLSRLS
ITCDNAPYGCTAVLKLDAYNSHLDECIHNPKRPFPCEKGCGFDIPKDELKDHNCVRELRTLIVKQTEKMGELKSELTDQQ
LTINELKRELQLFKDFMRAMRVSNPAMRAIADQMERDEVIRWSSTLPRARVTRWGGMISTPDDALQLMIKRALSESGCPP
HILDSLMEFCHERRWPRGLSSLETRQTNRRIYDNYVCRRIPGKQAVLVLSCDNLHMTEDVMIDPGLVMIFAHGIE     
>Dmel_FBpp0075392                                                               
MSADTFVMDTKDESFYECNICLDTAQNAVVSMCGHLFCWPCLYQWILTKPDHTVCPVCKSGVDRSKVIPVYARNDKRQED
PRDKTPPRPTGIWSDYANDLELGLFSYLLFGLFFPYGALSSYLDMDEPLNPAADHGIRDGQNETLLSKFFLYVAIMLIIY
MIVI                                                                            



>Dmel_FBpp0076498                                                               
MPLSQGYCQQEQQDQGHHMPPSSPIQCYLPHNDSQNSLHYLLAESFAKVGSLPEAFDVYELIASRQFDGHVPLDKLNTLA
SALTTHIRQMGGIATPTPTPTPTPMSAVHVKSPRISERLDMMPWSRYHHQGKQNQAEQGEFLRGVGESMDEAGDSPLDMH
SPTRELRVPSPLQDLEDFDPLMCPLCSDILRCPVTTNCGHTFCRQCCETITQCNICQVRFPRIQASSPGPPVCALTTTTA
SGAGSSLFTAPSNHNANLSLISFPVGYGVQLSSSVQRLAAPPMTVTTTTVASTTATATTTMASTSAAAALGLSAYPSAHG
GGIGSTAMKFMPDVLVRRLVEKWWGPDLQAKKISEKASSCMHLNLLDDALKFCNASLEKSPANFKSLCLRAEVLLKLSHY
QSSLADIENALRTRCTSPKAHYLRALALSGLGRLEEALYNGFLAICLDKKTNLSNSEIFQHDLAKILQRLLAHMPKNRTS
LSSATVPVFQQQHRNFATSRAPYPLLWEQVRRRRKQQHHHHHHHHHHHVHLDDVEDEFGHYNNYIMAGDDMEEEVEVEVE
GGEPGSLHLDGDFLFPSALDFMDHHRHQRHVFEQKQFDLQPRRHANRKHCKRKWSVAMESMGGKDLEEEDVDRAHAAGES
QRCSRLFAGVLDRTQQELQRLKKLDKSAPSLAVSSVAGQLIDASDFDCVVCSRTLWKPVVTPCGHTYCLVCLDRCMDYNS
PCPLCMSPLVEFNVNASASTSASQHPNPNQNQIHLHPGSSSPVPFALAKRPVTKFLEAAMKRFIPDHYEARFRQEIDQEP
SVPVFICTAAFPAVPCPLFVCEPRYRLMVRRAVESGDKTFGIVQPNGGKSRYYDVGTILDIRDCVQLGDGCSILSTIGCK
RFKILARNEKDGYETAKVEYICDEPIADEQVKILAGMQGVVLAKASEWFESLSTEQKHEILQSFGQMPPLEPNWELISDG
PAWAWWIIALLPLSQQLKVDILATTSLEKRLRAIDKTLDWLHDLSHPQQPAHHPMNHHQQAPQSPQQAHHLDLDCEEQEG
ASSGSDECCLFAETGNEPHTDEELLL                                                      
>Dmel_FBpp0076706                                                               
MDGVVLCEIADEVPPESPEDPTEFRYGKKRWVFKDNLVEHKEEILICIEKCQNARTRKLKFRSIRQESGSCILVLSHEQT
HVRAREIEMEVGEQVLPLFFKDFRGSLEFEVAQQEKEHKRPLKTYVTTKLYDALYEKHRQTVHVEQERSLDLPKRFQSQL
RKYQQRTVSWMLGREQQITQVPANFIVLHAIDGITRVFKHKYCLQFYPFEEEIPKISLPPGGILADEMGLGKTVEFLAML
LMNPRPQDSYRNDYWHQRLEEFSDEVPLKRSRISKKDEVFCICTKKHGKRVQCTKCRRWQHEMCMTISEKSDLPHLCPSC
WSELVKSGERLVESGATIIVSPNAIKMQWFEEIHKHISPSLKVLLYFGLHSTFWVSPFDLAQYDVVLTDYTILRNEIYHT
TDFKSDRQMRHQQRYMRPNSPLLMVNWWRVCLDEAQMVESSTSAAAEMVRMLPAINRWAVTGTIDELPPLLEFVGRPEVC
RPPDAWQTVDKAFQLNYKCEPLLELLEHSLWRTCKSKVEHELGIPPQTEVVHRLELSNVESLYYREEHLKCHEQFLAAVA
KHTRHNADNSSCLASISPQLLRIILKPFLRIRQTCSVPVVFNSNVSSTDYLHPQDLLARLKSNNENECKTELRTWASSYN
GLAAIYFIKNDFPQAIKYYNLLLKLANEYNEQNISVDSVLQIHAIYNLLQASSLAPAEHKLTELEHKKYQAQMSRLEWKY
LEDNTRVLESALSSYNENLEKVSELEKRFEGSTLDLLATMVNHKTSLHDAIWNKVRDDFFRQNISVERLENVNSMAGMLY
FMDIWHNKLQNLKSTLIAEFEFLKGVMQQACEAIKTGVLLSMEIINFIENVTVCHLTDILDANKDKPVKPKKHRYCRLCL
IRDSLNQFECLLFAKKLDEKATVTEGLENPSMEISFIKSIFAFLRSKQDFSEWKEECQSKLELLSCLQDLVKFQIKYWIE
VEYMVKAFDELEMCKMRILLTDDPEEQSNYRILACQLDEQLQFNQYNLQTSQLNFTRLCGRLKYLKHLKEDSADKPCPIC
QTQDDVRYVMMVCGHFVCQHCLDSMRRKNGRAGVTKCPLCRQDSPQLYYSVRPGAHKSIIGDFSTKISSVVELVLKIKGE
NEQEKIIVFSQWQAILIEIARALSLNGIQFRNKCTNKDFDDFKNPLSNVTCLLMPLSKGSKGLNLIEATHVFLVEPILNP
GDERQAIGRIHRFGQKRPTKVHRFIVNETIEENILSLITSADDTTTLSTHWDLENMTLDSLKKLFILKEE          
>Dmel_FBpp0077675                                                               
MAEAANVRQNLQNVPSIFEISASETLDNLIYPALSKIFDYFGLRLDFKLWGSLRIQEELSPLLTWLLQYLYLRKRASSFG
ESFYGLQRTVTTTGDLLNRRQQFASATLLTFMPYVERKLRTRITRHEDTSPWEQRLLSAFHAFHAAKAAHTFFYLVKYAS
NHSPIFRLLGLTLRYPSEPPKEDQWTYVVLKMLEVLAFFLQFVQWWYSNDQRRKVGGTLINPEAMPRKQLPKEVQQSLPQ
RGECPVCLLSIQTPTACSVSGYVFCWKCIVSHMKEHGTCPVTHYPISLDDLVRIYET                       
>Dmel_FBpp0080156                                                               
MGFDLNCIVGHVDEELICPICTDVLEEPVQSSECEHAFCRACIDKWMIQKQICPVDRSGLLTSHLVPVSRLMRNMLSRLK
IKCTFSQSGCAQMLALEEFRTHVAACEHNPKVVVECSKGCGMKVPKDEMSRHNCVFELRELVEKLAKEVSDLKQKQSDME
EQSSSQRREMELFQYYIAALRSTNPMLRNIGEQLDRFSLMQWGHGLPLANIHTWGSLISTPDNPMHLMVRDVLRESGCPM
HMLNMLVERCHEDRWPEGLMTLDDRRENQHLMSRYVTRLVPGLVIGKPCVVVLGGENTHMPENLRPILGLVMIFVDGVNE
VIFGEEII                                                                        
>Dmel_FBpp0082202                                                               
MEAVARENDPPNHCYINEEVPANETAENPSHGLQGEVISKGYIPDLSNANVNQQQQQENDGEDDLLPGTRLRYRRRNLHL
DPYVCNECNQYVRGGVITICGHLFCWTCLWPKLSGTAQPRCPCCQRHLLMYEDIMPFHGEGPNARQEDNNVPAQPGSVPR
PTGLYLSDTDFPCWFAVNDPVDGCPATFPDIRRERDLHCAIRLIPMVYPWIGAQISFLKWFQLGCVLLIFLIWSVLSLF 
>Dmel_FBpp0083244                                                               
MSEEAASTSSFGFKKRNLKKGAGIRRKKETSSDESAKSSDEETKGKASALVRAENRRKRTNPNFQSTKTMSKAKRQAGGV
GDDGSSSASDDDKLGIAYKSKREALPSGPQDQGATSINEMDTELDRDAQAIHARALKINEELEGKADDKIYRGINNYAQY
YKKQDTAAGNASSGMVRSGPIRAPAHLRATVRWDYQPDICKDYKETGYCGFGDSCKFLHDRSDYKAGWQLEMDHENQRTG
DVDSDGDDTKYEIHSDEETLPFKCHICRQSFVNPVVTKCKHYFCEKCALAQYKKSQRCIICSQQTNGIFNPAKELIARLK
TNPMENSDSDEEEEFGKKEDKAEAGEEAQEISSDDSD                                           
>Dmel_FBpp0083719                                                               
MATDTVSNGENFAQHLSRNSDDDVICPTCDVKIKRSQVADHCQVEMERLHNPISAVTPPTPTSGATASEESGSVSGGRQP
WSVFQRVQRNRQARQRQRTRKRPASPAPPATVNPTVAAAPPPAAATPSVAAAESSQPTCPVCNHNFPQSNIQEHVNHCLR
QSRRNGQANGERHSSEDSEDSEEYEEYEWAGQKRIRVSTLVQGGYSALGLGQRIKYNGSQQAQDDEDEDLNVDEDDTHIY
GPTQYGEGDVIPLVNEDTEGNVSEADVTSYVRRLISSSDGPKPNHSSEATEQEPASTSNVEAPPASEEPSTSRSTRSTSQ
NQQQIIESLKAKLRLYEKQAQGKYKCLICIDDYKNPAISVSCWHVHCEQCWLQTLGARKLCPQCNSITTPKDLRRIYL  
>Dmel_FBpp0086007                                                               
MDEHTLNDLLECSVCLERLDTTSKVLPCQHTFCRKCLQDIVASQHKLRCPECRILVSCKIDELPPNVLLMRILEGMKQNA
AAGKGEEKGEETETQPERAKPQPPAESVAPPDNQLLQLQSHQQSHQPARHKQRRFLLPHAYALFDFASGEATDLKFKKGD



LILIKHRIDNNWFVGQANGQEGTFPINYVKVSVPLPMPQCIAMYDFKMGPNDEEGCLEFKKSTVIQVMRRVDHNWAEGRI
GQTIGIFPIAFVELNAAAKKLLDSGLHTHPFCHPPKQQGQRALPPVPVIDPTVVTESSSGSSNSTPGSSNSSSTSSSNNC
SPNHQISLPNTPQHVVASGSASVRFRDKGAKEKRHSLNALLGGGAPLSLLQTNRHSAEILSLPHELSRLEVSSSTALKPT
SAPQTSRVLKTTVQQQMQPNLPWGYLALFPYKPRQTDELELKKGCVYIVTERCVDGWFKGKNWLDITGVFPGNYLTPLRA
RDQQQLMHQWKYVPQNADAQMAQVQQHPVAPDVRLNNMLSMQPPDLPPRQQQATATTTSCSVWSKPVEALFSRKSEPKPE
TATASTTSSSSSGAVGLMRRLTHMKTRSKSPGASLQQVPKEAISTNVEFTTNPSAKLHPVHVRSGSCPSQLQHSQPLNET
PAAKTAAQQQQFLPKQLPSASTNSVSYGSQRVKGSKERPHLICARQSLDAATFRSMYNNAASPPPPTTSVAPAVYAGGQQ
QVIPGGGAQSQLHANMIIAPSHRKSHSLDASHVLSPSSNMITEAAIKASATTKSPYCTRESRFRCIVPYPPNSDIELELH
LGDIIYVQRKQKNGWYKGTHARTHKTGLFPASFVEPDC                                          
>Dmel_FBpp0111417                                                               
MPQIMNSKDKRNPNYSGGNSGEEEDSWMNSYYTCLVCMQTAESPRVSFCGHHFCSQCIYNWIRSQKYQAKCPYCQSLIGE
NTLITITMRRRRTYFRANPLWSTAARCA                                                    
>Dmel_FBpp0288557                                                               
MSQQRSTEQIAASNNNTSDVIALDDDEDTDVQFVAALRPTAPVIDLCVSPSTSAAAAAAAAAAAHSGGGSGEDPAVGSAS
GAAASDTDSLASSPDEGALATGVDAAAAVSGEDSPSAAAAALECPICLQTCIHPARLPCGHIFCFLCVKGVAYKNRRCAM
CRREIPAEFLDHPQLVNGIEDICTTRATEDGFQWYYEGRNGGWWAYDSRTNADIEIAYAGFEIFKADNPELAPLFDRDCP
NPINHYCLCDENIIFYNADSEIVIYPTIIRSSGQGAPASSENNGRDSPALSLDDIMSLDPDELNIIRPHPCTLPIQICGR
WWQYDDRTSQDIEDAFKKGDKSCTILVAGYVYIVDLEQLVQQRQNEPTRCRRVKRDLATIPKKGVAGLRIEGNQVTSDTV
FSRPTNTANPTTVAAAASSFISTIAATDAAIRIASDIIGSTLAHADELTRGLTASNLNDDLSSSDSFSICTPPLLLTAKC
VFVASLISTVYLKLY                                                                 
>Dmel_FBpp0291240                                                               
MGDSSDSDSSTEWEQNTRVISLPFSRNRSHLSSRLSYLVGLQMENFRTSNNSGVSQRIHNTGPTPVLAPSGLRSRLLSGS
SERNPNEYYGDSDSSSSSRSIDRTPFLLEYSSDSESSSSSDSESSSTSISFDSSMSSTESSTPMGHTESSDSNEDSPPNK
RIKSDDEESKKSVLPYNCPVCLEDVREKLPVSTNCGHVFCKACIKRAVDTGRVCPLCGVDEPEFHRIFL           
>Cele_C16C10_7                                                                  
MASETKAPSEEPTSSSNKDESARFECNICLDAAKDAVVSLCGHLFCWPCLSQWLDTRPNNQVCPVCKSAIDGNKVVPIYG
RGGDSSDPRKKVPPRPKGQRSEPPPQSFAGFNWGGDGGMMGGGGPNVHFSFGIGTVNGLFPLMFMLPFIQGIFPLSFVAS
FFGNGNQGAAAAGGGNGGGNDGNDGTHAHTHGHTHGPRGHGESAAPGSRMAQEEEYLSNIFKYIGFFMLFWLLFV     
>Cele_C28G1_6                                                                   
MILPTCEICEESYRSESRIPKNLNCGHVICPVCASKLFENPEVKCPTCRQPIEVKDRDVNNLVTNFGMLKIIREIEESGK
NKKIDTAGPTWCNAHQEVAKFICVNTDCDVKCKLMCRTCEEFGDHKDHKRGLLRDEVNMLKAILKKSEGRLSKFIDTIEN
SLRDFEKAENSLSSDSNAFMDTINEIKGHYDSMRKNIDVREQKSIEELGILAERQLMENRNKVGALKSGHRYFEDKLAEI
KRLSLLDESILINEAGNIKSMADATESLVQNPSANTPIPLSIHNVKVELPKFQFC                         
>Cele_C32E8_1                                                                   
MKQEDCRSKRIAEQVGHDAVPVKKVPWEEQQLMKKVKRLQSENEKLKVQLDDMVDCFVETKEALEKEKRVTDFLKKAISD
LKTLPIECEICAVQYGDSGMTVPRVLPCGHTICTECAGNIIQNKMIRCPFDRKVYKFNNKTIENLPKNFSLINQ      
>Cele_C34F11_1                                                                  
MSTNLNIEVSINLTEIDVNAQLAEFARFQQVRDDSRYAQDVEREFVLGPIRHHRRQLEPSRSAPLASTEQPVAQATTHPS
TENARVPALVLRSGSWRALPVAQGGSSHIRIWPVSRSATTTSTATRHPPFTNTSASTSFAPYQRHRGSALQTSECTICFE
KPVDPRGCPKCLKVIGCKKCVKKWFDTSASKACPLCRFEWKLHRDNPDVVKISTLEVLKRQKQNRP              
>Cele_C36A4_8a                                                                  
MADVALRITETVARLQKELKCGICCSTYKDPILSTCFHIFCRSCINACFERKRKVQCPICRSVLDKRSCRDTYQITMAVQ
NYLKLSEAFKKDIENMNTFKSLPPEKMFMESQMPLDITIIPENDGKRCAPDFAIPFLPVRRKRPSRPQPPSAFAEEPAEP
VEPPEPATKQPVELQSRVFPLEKLKKDVETSTETYKISREELKNVDIEEYINTLRENSTEIDEIDALFQLMPTMRQFLRN
NINQLMEKFHVAPPKKSEKPANRRVSFASSQDLENIKIMTASESLETPPEPIQKLAQKPEVFKSTQNLIDLNLNTAVKKP
VVVASDDDEVVEDSEGELQIDEDDLANVTCATSSTTLDADRTPKAIQDDEDRIDDELSQVPKTIVCSRIHNDADEVVGLE
LLSDFYHKFLSNACRFAEDVNEHTTHLVMMNSEGRSISQKSTAYLYAIARKCVIVGRQWLVDCITTGLLLSEADYTITSC
SSTIPVKIPPSIGSEMGWLRSRNDEHGKLFAGRRFMILRKFTMNPYFDYKQLIELVQQCGGEILSCYENLSPEKLYIIFS
KHSKAIEESKNIENLYKCDVVTMEWVLDSISEYLILPTQPYKAVDSIGCLQD                            
>Cele_C39F7_2a                                                                  
MEEELKCTICIRFFEDPIILTCGHSLCRMCALKAHQPSTSSGSSSTSSPRPSTPGILSQILSSASSPISPQSAGSSSGAS
DTMSLCVSDNGDHESDKLSVVSETDSGVVGCGRTSRPSSIIGPPLSRLHNILTPSTSGVQLVCNSCQKPSYFCDENSIVS
APTNLAMQNVIRRYLLAHPDKAFLTPSCSGSSGSSGSSQSSDEASSQCQLCEGSENRMANVFCEQCDIYYCTPCQTALHP
ARGPLAKHNLLQANDGERKKSSAITTATTVRDLLRCATHPGEGLTMYCLACKVPVCSRCLQDLRHANHDVQSLPIACKGH
KTELSTTLQQLSEKAKTATEEIGRLKGLHDVVKNNCNDFKSSLCIQIDQLIEQLQMRKEKLMQHVDEQADNKRRILKSQI
VKCTGKLTKTSALIQFCIEALKEPDPTVYMQISNALLHRSTSLEFLWHKEMRTKPETDSEFVLNLDTKHLQYTIQTLDFA
QLKAGPRGTRFKGDASRVPSAPIIETSECSAENNSVTVVWRPRNDGSAVDGFALEIDTGRDDGNFKEVYSGPDTICTIDG
LHFNTVYAARVKSYNSAGESEYSESICLQTAHVAWFQLTKSPSQRDMILSNECATLSGSSLEYRTILGSIAFSKGVHYWE
VTIDRHDGNSDIVIGVAQPAVNRNVMLGKDLHGWSMYVDGERSWYLHNETHHNRVLGGVTRGTVIGVRLDCDRGTMEYTV
NDRKRIYQDDSMAFTNMPRGLYYPAFSVNANSSITVHTGLSSPSS                                   
>Cele_C55A6_1_1                                                                 
MNAMNANIDAECPICQCKMIVPTTIPACGHKFCFICLKGVYMNDMGGCPMCRGPIDSNIFAQPSQVLDLKMNVPKSPIVT



LKPKTAATLNSNQNVPALDLDASICDPEERKYWIYSGKNQGWWRFEPRNEREIEEAYNAGKCHCEVVICGRPYVIDFHQF
LQYPRGVPNQARHVKRVSADDFDGIGVKGLAGIFVPTSLISMFNDCCNVKPVSKSSSKYVVHTFGAFY            
>Cele_F08B12_2                                                                  
MSTTIRASQLASSISPKTEEKQPSVFDIIAQENLATSIRPALQHLVKYLAFFKPKTFLSVHRNFDEYYIIFDLILQNHYL
RNYGASFTENFYSMKRIASGTGNPPNDGRERIMSLITLVGWPYVENKLNQLYDRLKEVYECRSWSSINGMKAKCQKMFVI
IWPYIKTALKAVKSALQLAYILNRSSIHSPWLYFSGVILKHLTPEDLEAFNAVPLHLQTGYQISRGTLNEHIHLRFFNRI
WRFILGLPGIVSRLFAYGLFFVQFLDYMYNTDLAKLTKTGLDGAIPSPPHKMIISESEILSLDTNKCPICLKKRVNDTAL
FVSGYVFCYTCINQYVNTYNKCPVTGCPANVQHLIRLFV                                         
>Cele_F08G12_5                                                                  
MYGFFRRFIPKDDKKADKKRVLKSLDEADVCVVDVETLRCAVCLNIFQGIPQTLTCGHSFCHRCIEEVAHSEVMNDTREP
NRNSFHCPICRKRVSMSKVIQNYTLKNVLDSINELSREEEKSRRAYDNTLDASNEQLRVKCIDLERKADSLKREINEMRR
KEYYNYVAITFFIIVYIILSTMFGN                                                       
>Cele_F26G5_9                                                                   
MDIPGTSGTSNYQQWAHVVECPICYNIYDKPMQMGCGHTLCSTCIGRLVDQVKTNMAEELGRPRGPLLHPDDIGPGFGGL
GGFADQEDQPHFIDLPRLDPRMNPNDPNMVRGIVVLPRRGPEARATEIKCPECRKPTLVPADGLPVNYRVQEIVQKVAPL
FKDRHLVKLCNQCEAVLSQGVYFDCSQCEETGRKICSTCAIRLHNGHQLVEKKALTSDDVREMKQKISDASHAAFQSLEN
LKPRLQSVGGTIEAKALDKLTSLIKIFEFMLSTFDSKIKENSTMDELMEEVKKAEKISKVYSEAGGRVDVMLTAIESAFN
SYWDPFEKLKQEMGFQIDEPTGSVNQIPASEGGAERVNEVAAPAAGRPIPQNARNLRGALNHFAQVARNRNRQARGVQQQ
QDLPFLPPPPPHQLVMPPPAMPPPQHMQAQRLWGGPQPQRMNQPMMAQVGGRPGQYIMGHPPPMHHQMQQGPPRMMYMHQ
QHHPMHQVEDQMQRQHQRMQQPNMNNIMHGNMQIAFQQHMHNNANVPMPPQMPAHPQQQQQQRHPNEGQQFQQGPPPPPP
QRIQNHQQQMQQYHQQLQVQQQQQPQPRAQPFRPPIQQQQQLQQIDLQAMNDRQFQQLADEIVAEDQMVQNAVDPAAPAD
IPRADWEEIQVAQRGAGDFGINFHPEPIVEEVEEEQPEVDQQVVVNGQVVENYRAGDINNVIHFEEVPVVLEPDVDGNVD
HNNGILENNVEEQEQFDDVPPQINNFVEFDDMREQVDAIEDEEFEPVLHRAAIEFQEAADQDALEQDVRERNLLDHEAEN
EEEDDGDLPYEEEDDEEEEVHVRNSVVRRRVQRPRDAAHISEVETRRSARRLARNSNNPTDEPSTSSGAAGPSNRPPHSP
TPPPGNKRRRVDRKPKTEEPEQMETEPVDPVHRAPKRRGTSAASSSSNGMPSSSAPTTRSQTRL                
>Cele_F36F2_3a                                                                  
MSSIHYKFRAELDYKTLQFDGLHIRGEQLVREICAKENLKLELFELQLQNAHTKKTYSDDELIPRNSSIIVQRFPRKDAA
KVQKVQAGVNSGMVNQLDATSSFLDPSSHISSAEFENMDEAERLNHIRDQSTRAYDQSNFRRRQPGIMTGPPPPTYTCNR
CSQPGHWYKNCPMLNTKRTTGIPSQELMETTVDDPDAMMHPSGKYVIPIMHWKARQETLARKNEDGSSSPAQTSRKVPPE
LLCPICQSLFKEAIVTSCCGNSYCADCIEARILDPDNQKCPGADCGKDISITSIIPNKTLRDAAAAWLSATGPGAPTTPQ
IVPEPEQIRIRIGLKAPSSSQSQITPSGISPGSTLVQQQTTLTSVSSGTSLSAQPSNVNPSIPGIPLASQVPSMVQDVSL
PPPQLRQELPPGIPGLPQFGLPPPGVPGLSATVLPQHQSMPLNYGMPLFSAGFPPAVSSVPRPSAISDEWNAFLQNKDRN
SSRRDHKDRTRRKDRHDSRSRRRRDSSSSSSMSSSSSDEDERRRKRREKESSKKRRSVEKERPRRADEHRRDRDRDRERD
RDRSHRDVRSSGRSKDIKASSSHRRDRDDARRKDRRRDDVRKKERREKREEEDDDQKTKDAESKDEDEIDIDGIIAEYGN
VQAQDTDGDAQVADENAQNDEDSTSPKEESVSPKPDETHEEDADEEPVDEEMDTEVVVRDKSIDPVYQAMETSEAEVAET
KEESVPVEEDEEPENHDEDVEDHKKEKESQSSTINTADEDDESSKKMKKHKKSKKNKKHHRKEEDGDEDEERKRKKHKKH
KKEKKSKKEKRDEDEDDLDTEKKEKKKERKYQDDKDEDSNRKEPRSLDDEDKVELDKNFADKKEKKKGKWNEDEEDIFED
RKEELPKESDRRDRKDRRHDDEDDRKERRHERDSQKIDEQDRKKERKRDRETEAYDSDKLQAPKTKVKREDKKRDDRKDY
ERDRERRKDDYEKEKSKRKESDRDNEKEKQREKEVEKEHEKDRKEKRKIVEKESEKPRKSVHERMQKADSSTSSSSRTTT
APSLERKPVSFTVASSKPTTNIRVRQYSSSSSTKEQEDEERSKRDRRKKDETDVESIGEKEKKSSSRKVPKESVDVKHKS
TKIKFDLL                                                                        
>Cele_F40G9_14                                                                  
MCVDEKLFPPHHQCNNNLCKRWPRHFQESPVVAPLRTDEGPIIMDGCGFSGCQYPYVCRKHGCELPPRSSKNFFGPCPIR
CPDGMACVNGVCQGVNAIITIFVEYLERVINGASEEEKERKEQIKKRYQLDEYVDDECKICFEKYEVTGNRSPRVFNCGH
TYCESCIQVCKHQFQIKCPFCTTTSYQINFSTNKLILEVLNGKSKDTLSCTSCQLTYSSQTFPRIHPSCGHSVCEDCKEP
FCKICKTEEDRVVEMILVRNG                                                           
>Cele_F42G2_5                                                                   
MPEKKSLLEVPPELVFSGPFDHVITTYMTLTNISQSPVCFLVKTTVPNSYCVRPNRGILNIGDSKQIEVMLQPLEKVPPD
AKQHKFLVQSCVAPSIDVSDLESVWKNVKPDELTYNRLVVTFVDNTDSKSNIECEICTLEFSSVVDNQIPRILQCGHSIC
QSCASKLAKNCVILCPFCRNETNVSSVASLPKNFALLQAIDQKTLRVPPLEIAKLRQQLSCQLSKLEEQVSKTDKSIKAV
GRAQLSNLKDGREFQERKDSIVSYYASIRETINALENEAIGKLHTIADMNVSKNALLVAELSEILKHQNLKIAELKLSME
MDDVELATRSLTDSGTECAVVKPAVLDVALTFPEIDKMALLSMTTKFPSNFSTV                          
>Cele_F43C11_7                                                                  
MSFLKCGVCTEDYSNVITNRHPKNLTCGHSICKACSSKLVSNFKILCPFCRKTTELRENENLQTNFALLEAISLFNDINE
SVTEPRSSGAPPNCEEHTYNLAEFVCISPNCSSRSKLMCRTCEEFGVHAGHRKGLLQVEAKKVRQNLLERQRKLQVNKKQ
VDDKIQALEKAALKKNDELYKEKYDEITRHYDRIRSSVAEREKTSKEVLKKSVLTSEEDNRMGQISNHVIRHLLEKKCEE
VEQLVGMTDFELYRVKDKVDWNDESFSFSDVKEKPPMELKTLHVKLPEFRFEDSS                         
>Cele_F43C11_8                                                                  
MSFIECEICNEDFSSATDENIPRILRCGHTICHGCAEKLLQNSMILCPFCREATNVSTVKDLQKNFALLQAVEHAKTRTE
EKDPIDSPPKCASHQYNFAEFVCIEPTCSSSDKLMCRTCEEFGAHAGHNRGLLQSEAAKLRQFLSGKLSRSEDLASKIDA
NIEKIGTAQLTNLDDGEVFQEKKVSIIAFYASIRETLDALENDALATLQNIAETNFFTNDLLIAELSESLNRQKRKSAEL
KLFMKMSNADLLAVNSALEVSSENELWTEFADVEPEVFDAALIFPEMDRLVIQVTKVSRIDNNLSREFEEFCRARRQPAS



CSD                                                                             
>Cele_F43G6_8                                                                   
MDHGRRRLHSGSTPRGGERPAKRERISVEEQQSQEIRNLKRKLEEARQREDKYIKNEQLHHTAMRSKQQRIERMEKSMES
TNRKMYATQCRLNDMENIYDDLEMESKIMADFIDHYYDSRNITEEDRDELQDKLDEEAANYRDLEDRIKEVRHRDRYMKT
VETERKRTTFYRKKMLELAEQLQFEQQEVTGETPLWKLCEICAHQFSHSDEYVPRVLVCGHTLCTSCIEKLDVGDGIRCP
FCRTWTNMKRIEALPKNFQILQM                                                         
>Cele_T01G5_7                                                                   
MRTLAFIENFISTVPFAMGQSMTKLKKGLEGQSNLISKLMKKHEANIPFIEDTMATDIEKVLETNQKLQLAFAELDEQSE
KINSLETQQHKLVAELSKMEIERSNSAIEIMKKDKQLRTTEEQLIMMANLGEELGNDAKRYRSELESAHEELYQTYTIFD
KEKSDLCELIEEQTKKLTESNAKQESRKECPICCWNYDNEDRLPRVMDCGHTMCHTCIISTINESDTEPICPFDREPMFG
PITLGPLDPYQLPQNRCIME                                                            
>Cele_T02C1_1                                                                   
MRDEDFCCAVCLDFFVEPCIIECGHSYCRFCIESHLNINEKCPLCRAHTGNPIRNRQLESLTMSYVSSRNISTEYYERMK
SYQKKLLLQNRALVIIWTELNKRPGHSTELCNLVRNVQDEELKSEIMWQVKQQVGVGLEHTGDLQEENVTIRLKNSSSQQ
>Cele_T02C1_2                                                                   
MPWCHPRFAPIVYILFFYALYMLLVLPITELLEFVLRAFLGIESRSHSQWSRWIYGFCLLTFLPCYATVFFISWRKHRAK
PLFTPKWKNSNDLDEDDVLCTICYDIIVEPHTLRCQHSFCKKCIDQCLPLTRKCPSCQQWVYWSRKNKIFKEKVLRWVKE
KQREDEYEEVMQLKKEMKPVKVGCMARFWPFIIPFFEVPEREHHRNRQIRLRPIRRAAIQPAPIHLNESLVVEVIDEIEN
VPVNTQISPVMPPDEESNPVEIITCDQNQQPVDVV                                             
>Cele_T08D2_4                                                                   
MSLVPASFYQNVDIIRDVKFNMKPTCSICMEEFDANSHIPKVLICGHSFCIICIEKHLRSSNLTFWRWGCFQSLYMLYLP
HNDGNSCQRSSWIFH                                                                 
>Cele_T13H2_5a                                                                  
MDDSPGPSTSKSARDKAENAEENTSDSSSDSEVSSASEKSEESRPSSEKKKVITRVIPVRPPTRDKGHRVNLLESGNESE
TKSLYQRAKEGIPSYKGKPEIKLPTTSEQYYDLEEVLMNPARMEGRELTLNAYDAVRNKYNVLPGKSVCEADLQKVIGSF
SCDVCQELIQGSIMTKKCGHRFCDQCILVAFMRSGNTCPTCRQNLGSKRELQQDPRFDQLIYQVVESRSIVGRMMAENRE
HEKDVYFGRKGYIEGGSDWNKRYGIDPNSKLKAPRPLKSAGRKKIRWFHESDEDGSVRKVMESKKGAPKEDDTNYLENDK
EGTSVAAEKEVLEEGEMDFPIEIKSSDEEQTDLDDEEESMLDSDFEISDNEDVSKPSCSTSKKTTNRSRDSSESDNDSRD
NELQKKKRKMKRKNVPKTDGSDVSNESFDEDASGEVVATKLIKESKKKPCGRPKKKFAPELIEGDIPTPSEDSLTSSDEE
RDDNAADPYAFVFQKEFNRDPRRDGHPEKDKLYNFDFMIDMNHQVDRKFEKDGEIHVISDDSNSEHESDEAEDRESSIDS
EHEKEISKFLSHRQPLPNPTSVDDDCQVITVVKKDVKQSAITSKPGETSPDSSSKIEEKPDKVSEEVSDDEMTPEHITAD
KGTDTFLNNIMEHDDEMYGGYLFRPGDTGISRPKVQRAPGTNRLSMNVCPEAVYVVYPQPVLKEGKKKLVIPPEDYEISS
DETVTLSDSEETSPSAEMEQSETSEAGPSTIIKTSGTERETQGSSSPSEPSTSRDRKMHKRKLDTRRRKLADDSDLSDFD
VFSIDGNELVATGKPIIKHKVFYDSANRMPSKSNLDFTGRRNAREIPMEEISRLAEEQVAHEEYKIHRRRQVVLEAVEAA
SKKLNVYVDTTEEEEIEEEETPEEEVVKVASPTAPIATENPTTSTAPFEEGVAMKETPIEEIFFDPDEPCSSAQAAQREL
IIERVGKEQQIIEDSLEQNRKPSSKTVKESESREAQEPRIEKDEMESEQQKKDADNPTVEVDKESEASSSESDKSDFEDE
TLDAQSKTVKISLKHEKTVSDEEIEDFDTKFGEFVATADAKMIKRTIGEYVSTEFLKLVAQQPAVTDEVLALGFCVRNTD
QEFSTIKETGKRTNKNPDDVRLESMVKNFRESFAAKHRPVPRKLPTNIERMYIERAHMVKYKHVVDMEPLHMKILIALQK
QQIAATCANLSQPVTVTPEEHAEQVQLLHNLQNPSILRPLLNNPQFALTLHKAQQQAIQQQRAQQKAQTQKELAARQAEQ
ARVEELARKRIAQEDAEKALRQKGEQMSNVSGIPVSSDQNAQSSNAQQTGLIENQTTTTNSDSLTRPNTLADNSHLGESQ
QIPVIESIQSSTSEALKESENYKDMPILTPASTVSSKSSAPATRRPSRPCSSYDRPSSPSVVIRERLGSDGALINRPPNR
CNIDKSRSRSPISRAPVETVRINDHGQNETILAGNITHTVETTILEEGTSIGQDSTIRYDGECSTTQYIDKTIDLDNSKN
GTNVDEEQSNVLKLRENDLNREMLRYANRYHPSTMLAMGNLSINERHNKVQQVLASQELQDLIARHTSGAVSQTQVEVVG
GEGVCAGTSDAIGETDEDDDVEEEPEFTVDQLELAKKILKQRQGLESSEDSDSDEDMVYDNVDGSVIRRAPHKKRETRKK
KNIFVPNIPPKIRRKYVDKKIEMERAKYRARIKSQKMASIRIAVPQKPTQQFATPQQPVRGPGKHSAAAAARATPKPKKA
KMSNVQMSIVQPPLPLHQLQGHMSAPTKITAVPNVAAGFHQNQQQLYSDMAQAPQSTPIRTTPQPGTGSAPQAQTPQSHL
AQLGQFVNGANQQQAPQQQGMYTAAQLQAMQAAVAQTAQAAQAAYAAEAAYQAQVAQQARAAPPQQLVQRQVPVGHPGQV
NVPMPAQMLNQGNPQMAVNPAQAQMMDERRKMEEVNAVYHLMQSRGQFPPTNQELFQVQFAQAQADLRSAAAQAAQAAQA
QAQMTNMRAQAEAVARQQAMMKQEQARAQAAAKEAARLKAETEAAKAKVQAEAEARRKAEQEMRVRQAQAAQTQAAQAQA
QSQAHAQNQAQTQAIVEIQRMIQSGQPLSMQQMQQLQQMSQVQMQHAQQVQQMQQMQMQQLQMQQFAARMQQGTPKPAVS
QQAVQQGMPAGIQGMPTGMGMQQLQGLGMPGMQLPQQAGQSQQTSQAQQQQLFMQLQLQQQQLMQHQLQQQLQMQQHQQH
QQQQQQIQMQQQQQLAQQGLVPNVSSAWLQQQAQLAQQQQQVVQQNLLMRVPSAQTPVAPRAPTVAPQSVVQQAPAPATP
IAISVATTQVTRPETVEPFRSISSGTGTGTERINNNVELELWPTNGYSEKKRKEGSQASPIFGASAGDSTFYHVACLIRS
RSACNADDVGSLWVLRLEDQTLLQFQLQQTLAEAQRFVGKQHLVIFYDDVMSGEVQQSKEYVINREFKPSNRQIPN    
>Cele_T23F6_3                                                                   
MAPTRTSRRSSANFSFDDVNVEEQRQAYLRYEQELKDLALARNLENELNWGPNPANPAPPQNPPQPETVHIQVNRDNPQA
QQQNLTGTIAPAGREGTGVQVAAVAPDPTSAATGSQGQPTPQNAQNQPTIRAAAGREGYGGHVDVLPAVLARNLPSQGIN
ENAITLDDDESEVKLSDSFEAAPSNQPSTSQGTSNHAARVGSPIGARGECTVCFETPVDPQGCNRCMNVIGCKTCVQRWH
RSSTQPSCPLCRRRWIATPDVSPMEIIKSRRQSFRLRQIRATRRSHSRQPY                             
>Cele_T26C12_3                                                                  
MSKVQGGLQQRNSLQEPADFPFSIQFFLFLGVNKANFSPNFMSFSQKIMLISTKSPSRQSHSDYYSVASSCSSSCSDDDV
IPFFEQDLRPLVDASSTESDDLSSLPVGVCPHCLQIFEQPISLQCGHSLCLICCNQLLFSSPPALTSHLNRPIPRMGISQ



RVPSTLPGSNGIVMYRTPRCPVCSAPPSRSPPVPNLALDHLLRNMRTFRWNQIEKDVSSRGSRKWDDGPIQDCRIAVLGS
SKVGKTCFTMVQNGNEVMFPDVHSENEDADAYMVEIADGMSIERSCVASNGIIIMYSVVDRQSFYHAAEIFKRLEHSREH
NQPIVLVGSKKDMRVKRVVTSFEGQQLARTLGIPFLEVSSKQNDCVFEAFEELVSLIQKQNAAFKNVVKQSLV       
>Cele_Y105E8A_14                                                                
MNASTSSPSQQLQQAINSTIDKECAVCYSEMILPTTIPSCGHKFCFICLKGVSVSNNGDCPICRGPIDSQIFKKPLQAVD
LKMDIPGTPSAAAPDPVVKQEVDDEDVKPDVKKLQEELKKQQAAAAAQKMFWLYRGRHQGWWRFDPRIEKEIEEAFTHQM
PMTEVTICGNPYIVDFSQMCQYPKNQSNYSRNVKRVNSTDFDSLNVKGMSGVFVATTSPPAAAN                
>Cele_Y38F1A_2                                                                  
MEQGVPATSSEIPPFTENITIPEVVSETVTEPDEDWLWPSDPDVELATQITMAIAVIFIVKAIFDAWQSRRRQRAASRMD
ENAERNQIITQRRISEALHQSSHECPICLANASFPVLTDCGHIFCCECIIQYWQQSKAIVTPCDCAMCRSTFYMLLPVHW
PTMGTSEETDDHIQENNIRIDDYNRRFSINRPVLDYIRDIPILIPYLIRNFFNNDIFTLVYQVRIGFVFICVITYFLLPS
DMVPESIYGIIGFLDDCIIGILVFGAMFRWLREYMADRGLARN                                     
>Cele_Y45F10B_8                                                                 
MKSLKFMENFISTVPFNMWQNMAKLKRELEDHIDMPEQKAEKFFENLQLDIMIMAAEKDIATDEVDSVKQALMNQQMITQ
HLKKRNEYLDDLEEANERIKILDEKLDKLEAKISKTEESLVQSVSMLLEKDEQLKTIRKEMKIMDDERSAFDQELTRLKT
SRLENEKSSLASRVECTICYLSYDNEARVPRVMKCGHTICHTCVDRIIEQSFGSPKCPFDRKIMFGLFTTDNPYNLPPNR
HIMG                                                                            
>Cele_Y45F10B_9                                                                 
MKSLKFMENFISTVPFNMWQNMAKLKRELEDHIDMPEQKAEKFFENLQLDIMIMAAEKDIATDEVDSVKQALMNQQMITQ
HLKKRNEYLDDLEEANERIKILDEELDKLEAKISKTEESLVQSVSMLLEKDEQLKTIRKEMKIMDDERSAFDQELTRLKT
SRLENEKSSLASRVECTICYLSYDNEARVPRVMKCGHTICHTCVDRIIEQSFGSPKCPFDRKIMFGLFTTDNPYNLPPNR
HIMG                                                                            
>Cele_Y53G8AM_4                                                                 
MSADSCITVTLIIALHFCGIITTFLPISSIFHDNFEYLNEIWFLVYFYGFCVYSNILYWLYFEFVERADHSSRRILVWTF
STANGMLTFARFAPQVYFLFGYGASIFYILFVALNCVSSILQFGCFHVYITSYKYHKYRAFFRGWFVPILNCLNFVLALI
FLINLNFNVISFYMVNSLIFYLAITFSLLFFKKIFYAWKRFKQGSLASEFFNKYMNFKLPNIFLDGVPTETCGAYCRICL
KKYSENDTKSVPRFLFACGHTYCDECCNTILKKKSEYSTKYFCVFCGQRTFGSIRKNFAVLEAMDDRKH           
>Cele_Y54F10BM_6                                                                
MTTIQVGLYFLLGAYILFSIFFCTLVLFSTFADSVFIRYLSSTHLGKPVVYHLQQVVEWLEGPKCGICLAQYWSTGDMAP
RVMNCGHTYCGSCIEIFAEQKDGMVICPFCTRTHFCNTIHPLPFFSENHLLIILCSSLITVNLWKCQTCRKKYSSQDVSR
TPRVYSTCGHTSCEACVESDFTQKKRVVCLTCEGRSGGITENWKPHVPINYAIRDLLKDSFSINFKRQPRDMFQYNLQIR
KCFFHKVCSYEFMKIFVNFLSAIFSENVILILNNLSFTYF                                        
>Cele_Y6D1A_2                                                                   
MPRAKTMNPTGTSTSIEIPITARRSDRIGIRTKEIERLKAAHKMQVDALNIELTAVQNVLKEKSIINQSLTESLRNISAN
VRHRVDADSFKIELKREAMEKFHIRVELLAQCAKVKELERDKFQLSYQMQELRTIGEHQNLIKMVDEERERADVQRKRAL
EQVALALKKEEESDGQPKPWRMCEICSREYEDTKERVPRVLDCGHTICHECITRIHKPTEPFKCPFDRKIIEMDGRNVES
FPKNYTILQM                                                                      
>Cele_ZK1240_1                                                                  
MSKVIECEICNLEFSSVNEDQVPRILKCGHSVCQCCATKLLKNSAISCPFCRETTSVSAVKDLQKNFALLQIIEHTKTER
VEEEDEADVPPKCATHKYNMAEFVCLDPNCSSDEKLMCRTCEEFGVHAGHSKGLLQTEALKLRTLLKDKLLKSEDQIVQI
DKNIEEVDSAQQTNQVDGKVFQDKKDLISVYYTSIRETLDAQEALANQKLREIAESNSASNKLLLEELSESLETQKLKNE
KLKSFLGMSNADLLALNSEIQLWDDSENTEVEPIQFDVALNFPEVNRLAVDVANASMSSSLEPDNITLWL          
>Cele_ZK1240_2                                                                  
MSFIDCEICDEEFSTLTDVNIPRILRCGHTTCHGCAEKLLRNSTILCPFCREATNVSAVKDLQKNFALLQAVEHTKTKTE
EKDSIDAPPKCASHQYNLAEFVCIEPTCRSSDKLMCRTCEEFGAHAGHKKGLLQSEAAKLRQFLSGKLSRSEELASQIET
NIEKIGRAQLTNIDDGEVFQEKKDSIVSYYTTLRMTLDALENEALEKLQNIAEANFSRNEILVAELSESLEKQKSKSAEL
KLFMEMSNADLLAVNSVMDASNETEIWNDVSPGITNVEPEVFDATLAFPEIDRLAIQVSKVSRMNSLPWEFEEASVGDEN
LLAALININDSLTTTHLTSE                                                            
>Cele_ZK1240_3                                                                  
MTLPECEICCKEYSNIDQNHSPKILKCGHSICQICAAKLITNSCIYCPFCRETTKIRDGKVENLKKNFGLMKAIEIMKNS
TTKQDTPGFSPTKCSAHPYNLAEFVCMVDTCSAKDKFMCRTCEEFGIHKGHARGLLISESAKLREILECRFEKMELNNRI
FEEQLKEIRKAGITNITLFNQKVGKVNLHFKKLHRLLSDQEEAIIEKLELSSSKTYELNLEKENKLLQSQEELAKKMERM
KTRINLNDTQLFIAGVEMRGPTWYYENELPDCPPATDDVEVRLPTIKIKDCLLELTNEDSSGVT                
>Cele_ZK1240_6                                                                  
MALFECKVCNENYSDVDESHVPRVLTCGHSICQSCAAKQMSNSLILCKTCPEETITKVRDGDVRNLQKNFGLMQTIEMFQ
QDLPLKCKEHQYNLAEFVCIEPDCPSIDKSMCRACEEFGVHTGHVMRG                                
>Cele_ZK1240_8                                                                  
MAIFECEVCNEDYSNLDESRAPRVLKCGHSICQNCAVKLISNSVILCPKKCSETTEVQNGNVESLQKNFGLMQAMEMMEA
SSSNSPPKCKEHRYNIAEFLCSEHDCPSIDKLMCRTCEEFGVHTGHTKVLMSVEAGKIRDVLECRLKQMKLNAESFTVQL
EEFREAMSNRQLFIEKLSEIKYHFSRIRQLVDEREKRITDKLTFNTTEIYKCNKETESNMKRLQDCLLEKIEQTTKFSKI
SDYQLLQADIDLGGLTWYHSPITQKFSPADTKTMDVKLPAFKFVVKKQQKFE                            
>Cele_ZK1240_9                                                                  



MSFLQCEVCNEDYSDIDEDHIPKVLKCGHSVCQNCATQLITALLIICPFCRETTEISDGDDQKLQKNFALVQAIQVMKAD
SPPKCEEHPYNLAEFVCVKPRCSSSNKLMCKTCEEFGVHRNHKKSLLLTEASSLRESLGFRIEKRETQIEKLQEDINTIN
LAQLGNMEDGDEFKEKAKKITSHYANLNLRLYEEKAQALAKLKTIAQKIEKPTKKH                        
>Cele_ZK1320_6_1                                                                
MNEYGCNVCNEEYSARDPLKCPRVLTGCGHTICHNCAISIAGRNSSIFCPFDRTATQIPGGDLQNLKKNFALLELLEKIA
DGGGLLEKSGEVVKFDRYSKERLLNLECDEDSEHVAVIYCTVCDSNLCERCSESTHSTNVLSKHRRIPLTEKPPPLVHCR
LHSSYVVEFVCKELSCDTESPLMCMMCRDYGRHKGHSHVLIEKEVEDLREKVREHLGELSKQSETIGNALHSIDSVIHEL
TPGQEDGSLEETRQEVRNHFRRLRTALDRDEEDAVETVDRYARNRVESLQTQKERLEAISSKIGNTCTTLQKALIMERGK
ILDRKDDLLALAESTAAEPTAVLDQSQLSTRIAFSFLNDRKLHIGDFIESRVVLLGLDGAGKTSIVRRLKKVQMDTVMAP
HPTIGFNIETIHYKNYRLNFWDVGGLPKLRHLWKHYYSNAQAIFYVIDGYAVERFSEAIKELNRVMSDPLVGTCPVIVAV
NRKDGYALNGHMDALLSQLEALPFQHHFHCCDAATGSGIDQIIDQITVCLSRLNGTCPV                     
>Ctel_197542                                                                    
MALREKEDFECTLCYRILFLPVTTPCGHVFCRHCLDRCLDHTTVCPLCKTSLSEYLAERRQAVTEAIVEIIQAYFPQDFA
ERQQQHEQDLAELSRMGAGDQQEVPIFVCTLSFPKMVCPLHIFEPRYRLMIRQCMEAGTRQFGMCVSLQEGDSFSEYGCM
LEIRDVQYFPDGRSVVDTVGGRRFKVISRGMRNGYDTAKVELLSDYIDETPEALTALQKLHNSVRQDSEKWMDMLPSGHK
AKIQQHMGPLPNMEVNPLSLTDGPAWLWWLISVLPLDPKAKLSILAMCSLKDRLNACKRVLQYVMRKCKSK*        
>Ctel_225133                                                                    
MFGLNLWARPFLHAPPSAQGGGMDPASSYLPNPLSSPALMVLASSAAEQGRDVGQLSHGPLLSTGRPCDKEAMLNPFGAA
AGAFPFMRPGAPHFPGLHNPLWRPQLDPATLGLLSARGAGAFHPLSKEHHEAYPSAFIPAKRPRLSDERSLSPGDAPDGS
SIDGRGGSPYTSDRRPCSPAASRIGSQSDEHSEHGDRYTPDSSVKDLSKWTSPDGQGVCCPICQALLQPGEVQNHLAKEL
TELNIMLKDRVAENKANMKTSESNPFGMDLSGTREITSKSRYDTFLRIKGNREARLAKLRGRRRRYNEMAQQLMHSSSTS
AILDSSTEKDNCEDEQIDVISCDENKEAIASTKSEPRKDALTCSECMEPYANSCPITSMQCWHVHCEKCWLKTMETKKLC
PQCKVVTSPSDLRRIFI*                                                              
>Ctel_218257                                                                    
MATEAWAQLVSTTDIVSDPTILRKDKFTIGRGRAADLCLLGNKYMSSLHCHILRDDDHRVYLVDTSTNGTLVNNTRIVQR
RELLRHGDEISVVFKKKDTSSNVSFLFQDLKALDNEASDQTLEYSSDTLPDSSLDVDEDFSVQPPMKRLRTMDSSFSPGN
GSCEAGSSSQEKRKTETKIDEKGNSSKDETKTQEEEEEEKKEKEKIEEERKEKEDRDALEETLICCICQELLHNCISLQP
CMHSFCAGCYSEWMQRSKECPTCRLTVDRVNKNHIVNNLVEAYLASHPDKKRPAEDLAELDAKNKINEEMFKPPKAQCGS
LEDSGEDFSDESDDDTNALYEERMPTPLLIPGQRVPKTVCRQCPEYTAAPGAGPSAANAPLFRCPANQVFCVSAPSAICT
GAAVNLVVTGAWRDFKRCFPTLVLDNTHESAILQNYTASENMTLDDLRDTCVRKLESKEFTCSDAMRGLQANTVVCYACG
LRNFKDLVYEFRKEIPKEELPAAVISRPDCHWGKNCRTQRSKLHHAQNFNHICDQTKFLS*                   
>Ctel_84304                                                                     
MDERMLTELLECSVCLDQLDHSSKVLPCQHTFCRRCLEEIVSAKDELRCPECRFLVECKVDELPPNILLVRLLEGIKTSA
AKLTLSSNAKISASSSPVAGSSQSNVRNTHRATMKGPIASGNGAQPSARALYNYDAKEPGDLSFKKGDVIVLIRKVDENW
LQGQLGQYTGFFPGSYVQVINPLPNQDAPSCRALFDFEISDLGDNKDCLFFKKDDVITVVRRVDDNWAEGKLGDRIGIFP
VTFADVRTDYIYKQLVQFLK                                                            
>Ctel_155810                                                                    
MEEELKCPLCRRLFTNPVLLPCTHSLCLACAVSVQQPAPPLHNTSSEHNVSDASSHHSSSTHSDSDSDKVSLLSETDSGV
VCNSRPNSYVGTPSIGNLVFSVQGHVSLGISCPVCKRLILLDEEGANSLPKNRVLENIVEKYGENKNYKVQCQMCESKEA
KTATKMCEQCEVFYCDGCLESCHPSRGPLAKHNLVTPGDGKVLLKARHKTMKCNEHVDESLSMYCLMCKTVVCYACVQDG
RHMNHDVQALGASCKAQKTELSQLLQALSEKARSGTEFIQRLKCMGEQVQPNSVDFESAVVEQCDALVAAIRERQTQLVA
KIKEEKQQKHVTYKDQITHCTSRLHNTTSLIQFSIEVLKESDPTAFLQVSSSLLNRVGSAERSFAKDMEFEARASSEFEF
SLDHQSVRQAIESLDFLQMKAPGAPRIVPEECSAENNTVTIAWAPHPNSHIDGYALELDDGNEGDFREVYCGKEPICTVE
GLHFDCLYNARVKAFNHAGDSQYSQCVCLQTADVAWFTLDPSTASPEVIFTNDNLSASSHSFDDRTVLGSVGFSRGIHYW
EYTIDRHDNNKDPAFGIARFDVSKDKMLGKDEKGWSMYIDNSRSWFMQDAVHSDRTEGGISQGSVIGVLLDLNQHQLSFY
VNGQPHGPIAFTGLKGTFYPAVTLNRNVQISLLSGLVPPVESDTEDE*                                
>Ctel_209734                                                                    
MASEHSWQPPARDLLRCNICYDRFKEPRVLPCLHSFCQSCLQRHIDINASEHGVFCCPTCRETTILSSAGIEGFRRDFRV
TQIEDLLQHCTLTDDTSRLTVTSSISSSSSSASLDQDIRCQFCDEKVARHFCKECCKFFCVECTLRHRSKAVFSGHQVMS
RSQSAGSADTCRTHRQEKVQYVCKTCHASICSLCVMTAFHDDHEVVDLRVGLDHYTDNFSTLYDALSARKIQLQRSLLLL
DERQAQVHEHRSSTTRKVKDRVENLIDSIHDQERQLLSEVDEHCCRELQFFGDKQTDVEQTVHEMSNIADLCSSFAGRPP
LSSMVPIYGDLCDRIQAMLRDSEGMSHAHDAHRAANLVKFTPEVKKLRVGRLHLPSESQEAAAPIPHKDGSLPVVSLHAR
VGCLGCSGGEFNSPRDVAFLNEESFIVADTNNNRLQIFNLDGLLVAVIGEGQIKPWGVCVNPEGNIAVADNYDKCVKIFR
PNGVLVGSLGKLLCPCGIAVSQKGDYVVTDFFSTFAYVLDRHGVVVRQFEMRCKDEQHTCGASRVALGPGGRIYVSDISN
ACLKIFSEDGELMKVIRGSNNLIAPQGICFDKHQRLLVADALKQDIVVFTADGDYLGTLIDARHRLRDATGLDTSERHLV
VSQLKSNQVKLCKLRKEKS*                                                            
>Ctel_174511                                                                    
MSAYVAAKQAEIIRSHQKDDFYTGGIQSALSEIVQTSFGPRIWINWRHEIDLLADLGYFVLTTVSGYQTLGEEYVNILQV
NSSHRVIPSRMRRVAMVLLQILTPYLLHRILNWLETEMRQNRALNITPRGRDSAISLIKGIRSSLTFLHRCHLAVFYMSG
VFYHFSKRFTGIHYLLVRPGMQNSKRPSYKVLGWLSVIQLSFSVLQQAIKALQETRKASKTENASSVGSVSKVSVPETSM
DPQRKCALCLETRQNSTATPCGHLFCWDCIVEWCTMKPQCPLCRETSELSRLIILKNFDQN*                  
>Ctel_206661                                                                    



MDRRKKECMGQKRERLKYASHSSVEVHGTEEEEQEDFEEGLTFVATDPLAASTDVLQAPDTSGDEDNIFDCGICQDRLVA
PKALPCLHNFCLKCLDQYAKTLSIQDLNTGDSVFQCPLCRAKTRVPNEGVKEFPTNFHVARLQEQKRSLDVGFTLREAIE
YLEEREDEIVEILQERKRKTQVDISNQRDAMVNKIDIYMDALHGKVREQFYIDSQKAMDSLHRVKARLEELGTQVAGGRS
ESVPDLKDTASIVRLKEHAETVAKVANELESLRVTANSEQEKLLDKRLVFVAAEGFKEYEVRHSFGYVKEQTGPEVSPLT
SEDGVTNLTSWGQLIIALLPAVVFVLVMKLYDAALDVTED*                                       
>Ctel_178155                                                                    
MSQGTRGEGNSPVMDKKPTNRQSSVPPAKASGAKKDNGKKLRYKRKDFGGIGNSANGRVLRGDSGAPPPKPGASRPRYDK
RPRSRGDNTGNQSEEVGHKDRAEDYGPVESWGPKKGNLNHLLNFRFEPLTGGGGAGSRRGGARGRGRGRGFKGSWYNKER
FLQANCQFIVRASGDYAGLTVEPDSLVDWDLIEQVRLFTHEVVSCPICLYPPTAAKITRCGHIYCWTCMLHYLSLDDRHW
RKCPICYESVQESDLKSVQPIMAKHYKVADQITLQLMKKPKGSTRVFPVADWDPSVTHTQPGFLDDSSQSKYAKLLLVAP
EQVYEMVLMERTALETQKALQETENIEASFIQAALNSVDERLESLARTLGVEEEVVQLMDNLKVDDNDDAVVGLNTLDRS
RQSVVTYASAFDDEVVTSDTEEGFVLEEPFFSDSVKASPIEKEVKNEVVEAPLEVELPPFEAEELKGAEAPVRAVAAEAY
YFYQAMDGQHIYLHPVNARCLVKEYGGLEHSPPLITASVVALEPVTMDEDLRHRLRYLSHLPLSCEFIVAELALKPPLLS
DGTLEFFAVELQRRQKQRQRKDRDERRRDKRIREDENRMYGIDPNTVIVRSTAHNQQSASNYIVPTPALVESTESTPMGS
PGSEPLSVGSPTHSDDGGVTSSSALSFAQMLKMGKSSKAVAEEPVVPRPRVRASDSEGDPVEGHVAAPTYQTSFSDAIQS
ALDSFIKSPGSGSQAVVVDAPSRTTSSGGGGRKKRKVKLLFSTTMNRAK*                              
>Ctel_223035                                                                    
MKSSRTRPKKRLPELTAALARPPSPSSEKENAEAAGPSTGSGATESKGPGSPDPNCSICLGILENKSFTDGCFHTFCFVC
LLEWSKVKAVCPLCKQPFKSIIHNVRSIEDYDQYHVQTPDEDPYNPNSVGARRFRYRTTVTTERWMDLQHRQNQRQMDLL
QRPSRQTAAFNYRRYRQGATSSFRRRVYANGMRMRELRSERGRTVRSRDISAEFFRGNPACCHRLVPWLNRELNVLLFTH
EDHVQFVLELIIDLIKRFEIQSEEFFEHIQPFFGRRTEHFVHEFLSFSRAPYDMVKYDQLAVYDEGEAHDPQNVHTIEES
DSENDSEVVMISDNRVPGAPRHQPYEDSAASSALHPMQPLVPLLGQVREFLASMHWSATSTAASGWESPSGPSSSGIWAF
PGDVPAAIVEVATQQSPSVPSASSNAPAASDSPRSTSDHDSDVVFIQEEKPWADRTPILLSSGSEEEIEVVSTADSKERS
QKSKDRKKEDESRNKYWNSCGVCYRHDRRECSKCTRRERRFERRKMRAVDAYGVEVRAKSHSRRSSSGSQLRDRASSSHR
STSEDRRRRSRSTSLEVVYERSSSRSRHKKHKKHKHKKHKRRHQSADSEGSHRSAYKKHSSGHKGSSSAPHEIYEEIENF
VRQSRHNQTANMTAQPSTSASHDRDVDSIVDIVKNLERSIDRLEPTKDRLMAGALSRTEQAEPGPSHLHFSSDEELDLVP
LKQRPGKEDSLSASSSVLTVDTDLAAVSSTRNTPQPSKSGEQVKDVVNENTTADGV*                       
>Ctel_223896                                                                    
MPYFIFKCRKCRNLLFSTDNIVRSRGVRFQGLDPNFALGRETADFDHTVAGRLLGPQATAEWCQRRIKEEDPCDDSLWFL
DLDSSPDWVLAALEQNSFLRGKLTCPRCEGRVGGFDFHNILRCQCRHHIIPSIRVSKSRVDLCTATLAAGSTEQSIRRVP
QNRRFVQNERSVVEDSSHPHDSDSLSSFESGYESGRPVSKGASMETSAVANPAQSGDQQDEGAERLEVDVNQFASLTAEK
EETVDPVSWDENHFDEDEFPGYKSMLEDPDVEALTCSVCLELYYHPHKCEPCKHVYCGPCLRRLRASTPFNTKCPLCREI
IWKCLPDDNLDSTVQTTFPQEYRARKKVEKKLRNKLPPLPGCASGPLRFFQTSVQRYRNRRASMLTMWSGACFVLLLMIF
GFTVFATTVGFFLWYLLEVAMDIFIDVFMEMNNFFDRAWQALIILCIEGQVPEQVNTMLAGSVRRMFASFGKLANRTKTF
LNDGEIYEYGEVGVNMRDHVANMRDHVANETSQLLSRMAQASVANYLLVAALMTYMVYRLARYMQRLPA*          
>Ctel_219840                                                                    
MEAVEDELRCPVCLELFECPIILPCSHILCRSPCAERLFVRESIRCPVCRDNSFVTGGVERLPRVISLEHIIDQFRIAPI
EELVDESSDESESVEVASGPDDIQCQLCEERPPRKATQSCLHCNASYCQRCLALSHPNKEPFSQHRLVEPRKYPKPQELR
CPQHHAKDILQENLTQAEECHTQLSQSITNHQESISNFQHKVSERRLQIMEQFDTLVNEVETKREFFLSDLEYEEKSRTD
HLQQRVADYQKQTTDIASLMHYTKDVLKETEECAFIQSAKSVNEKVRRNLDSARVISTCAPAIALRHKVVDLRKERVAVK
DIAYLSVPSTPEIDVSKVTRSNSSIVIVLCPPERDIDVLDAYKVYYCSEEQKKNNEQEILEFRTPGEERYLGRGTQGGGA
VCLIHNNLESDTRFYFSVKAYNAAGESDMSEPINVITLSHAQNTIPVPEILEDQCRTYSYSIQIYSPSPLSIPPESGISH
YLVYRESSLNKIWKSLLLYGRVDHRVFGLEPNTLYDFVIMACETWNGECQVSNQVTLRTERSAY*               
>Ctel_226007                                                                    
MAEHRTSHRQSSGCSSYSYGDAVITSDTNCLLCMDVVINPCVLHCQHVFCEPCLQLYLKLFDAFTEEEKEDAENGGIPQP
KSSQGVCIQCPVCRKITKCEIISLLTRPSDVQENSRKVSQPGESSQECDVCAFKMKTVESDYYCSKCMLNMCTNCNNIHD
QQNIFRSHTSVHISNKETITLYCETHNKLQMIYFCSDCYVPVCTVCVLQTHASHQNHKLFEALAMRRENLKTLLNSLWPK
LNKLDIQVQKLLKLTSVSRRKNGVSLTSSPVATFFHSKSPEPQTKTPNGKSQSSPPILQSTVHAQEAEVPDHNRTQYMQF
YLENLKRLFDKSMKLLEMSHSKKLMAPYNNYVGRLEVVIDFELKQLKAEVDEALRAEKEIFCSQQQQLQGSPKYPTKYGN
ESSYSLASLYDRPSSVASSVTDNSPIIDEYLFETPQQHSMLVQPKMLWKVEKQRNDAGELWNPCDVAFLDDGNMVVAEYD
VLNDKNNKLRIFDPTGTSLDTLAKGIIRPLGVAITREGNIAVTDCKGKRVKIFSPNGQLISDIGKGQFGWPYGISTNTKG
QIIVTDAFNDVIHIYQADGKRIKQFGSSGSNSNQFRNPYHVTNDHHDNIIVSDSGNNCFKVFNANGDFILKTCEEHRVTT
GGEKLRRRGLKGPRGITTDLKGNILVADDRSRVAHYSNSGKYIRNLLAKDDSVKYPEALCCCSSGRLVVTEWNPNNMFAV
KVFDLYE*                                                                        
>Ctel_94102                                                                     
MASKPHTAAKSCALSLVTCDICTEVFRQPKVLPCQHTFCFECLQKFCENCNKHRIYRITSFPCPSCRKLIHLPAGGIQQL
PNDFRVAQICEFIEK                                                                 
>Ctel_113410                                                                    
MGFDQDRFLVSVNDGLLCCICRDVLEDPVQGGCEHAYCSPCIHGWLVQQSCCPEDRRDLHETSLRPLSRYMKNDLDSLQI
RCKNASAGCQVTCRLEHVTAHEAGCQYDAVECPLMGCSQTMERRSLDEHLTRCQFRRLCPSGCGMPMLSADDIQHSCIAE
LRQTNDLLRSEMICKLEEQKQDFLSKIVEMNQQHRQEIVALRTTMVELKEVVDVMVSRDRKRSEEIKKIGADKRELTNML
RNFLKQHVLREDTDRPSTSKSKQTSSVV*                                                   



>Ctel_224213                                                                    
MASSKPSTGTNASGASAETSTDYLHCPACGDEFTSPKILPCLHSFCFECLDTSLRDSGIGNGQAFLCPICRAQCVVPMRG
VRALKSNIFLVTLQDFVDRKTLDKDQRCEVCDSEKKARRKCIECNDWLCSHCCAMHVKVKLTKDHTLVEASELRGSNYDE
SVKQSFEPLICNKHGEALKLYCTDENCQAPICTICKTTLGHDGHHAIELDAEALKEETQIRELLPGVTRSISSMETKIKN
LKREEKMTSHVRKKIHKAINTRMEEVVEKLMAKIGAYAESLHNEVDKIAKDHRKEVSKELEDGEYQLSSMYHAKGFTETL
VDFKRSEELVAMGNDVITRLNEFQKPTEVAPPHWRQPRLHPSEELSPEVVEKLFGSLTFEGEMVKCVQVRAFSAKTKYDD
RECALCDLSLDRAGHIQVVDRDNRRVKVFDLSGNLKLLTGDNVFKAPNRILYLKQTGRTLVKDEKYLRLINPDGSMFSNY
AEYLKQPVGLALNPQGEVMITEWMSGSVVSCDELGVRLGSFPSLCEAPGYVTCSYDGGVILSDWKQNIVKIFDAQGNFLH
QYGGQEGSQDGQLNHPYGLCTDKYGHIIIADTWNNRIVLISSDGRFICNLLTAQDGIQYPQGVVVDSKDRMIIVEQRGVV
KIFQYMA*                                                                        
>Ctel_116521                                                                    
MPPVESASCSSGSFIDLSTEVRNTDLSSDLSANTERQTPPASVVLFTEPPNRKLYCLLCNKVFTEPVIVSCGHSFCRRCV
LDRINEPCPVDRMNLSVVVANIAVAEQIGELFIHCMHGLRLGNDDSTHEVDPDGCPVTIRMSQRHEHESKCEYAFVSCPN
NPACPSIRKKDLPNHLKVCQHIKCPHSRFGCPFVANHEELEGHLRTCQYESMKDFMQRTESRLADVQLKVEQKDQEIGFL
RSMLGKLSERLEVMEKDFGEKIGELFHCIDTKHGDLMGETRREFDLLHPEVTIVALISLAAYDPQQIFKCKGTFVGHQGP
VWCLCVHQECLFSGSSDKTIKVWDTASSYKCIKTLEGHSGIVLALCVYGNKLYSGSQDQCILVWNIENFEKEKTIQAHDN
PVCTLVSARQSLFSGSLKVIKVWDVHSMQLKREISGLNHWVRALVTNQQYLFAGSYQTIKILDLDTLDCVRELETPGGSV
YSITITQHHILCGTYENCIHVWELSSFEQVTHLDGHSGTVYALAVLNTSSGIKVFSASYDRSLRVWSMDNMICTQTLVRH
EGSVACLAVSRGRLFSGAVDSTVKVGASCMLICSFEV*                                          
>Ctel_221977                                                                    
MWIQVRSMDGKRQTRLDGLSKLTKIEDLREKLVEHFEAEPARQMLFYRGKLMVDGHSLFDYNVGLNEIIQIMVRPAPPKA
STSQPATTNGATEAATTTSDEEDSLSDKENKEPVIPVEKSKKKENGEDDEEVGSLYKKGDIIDGRDPSLGAWFEAKIKGI
AKKEKEMETDENENKKDADDDGFLYSIVFGGYEEDKPLIVSSVHLRPRAHRKLGLDKIKIGDKLMVNYNIDDPDTRGYWY
DGTVTAKENKRCSKSVTATIYIGKDLIPVKDCKLKFHNELFAIETAGSQVNENDPQAKEMDAAKRENKPECDHCKDNPRR
KCVHCSCCKCGKKEDPELQLMCDDCDSAYHTYCLNPPLDALPEEDEWYCPDCKVDSSEVVRAGEKLKASSKKAKMASATS
KSSRDWGKGMACAGRTKQCQIVPPNHFGPLPGIHVGSMWKFRVQVSEVGIHRPHVAGIHGREEEGAYSIVLSGGYEDDVD
DGEQFTYTGSGGRDLSGNKRTAEQSCDQVLTRMNKALAKNCSAPIDSKKGGDSGKDWRKGKPVRVVRNCKGRKHSKYAPE
EGNRYDGIYKVVKYWPEKGQSGFIVWRYLLKRDDTNPAPWTKEGKKLAEELGLKLQFPDGYLEGLKAKEALSSQDSSENE
TSSKGKGKGRKRKRIVSEDEEEEGASPAKKIIKAGYEIPKKVEKQILDDKANGKIWKEVLEFTKDGSQTFLAKVEENFAC
ICCQDLAFMPVTTECGHNFCKTCLQRSFKAEVYSCPACREDLGKDYKMAANKTLRDILNTLVPGYENGR*          
>Ctel_184542                                                                    
MASGNPSSTVPPQDGVIEIDDSASQPDNLSRVMQGIWPQLEQRIALEAAAALRGRGSAHSHEGSMVQPQGGPEQPVVLDM
GPDPPLQGQNPEAPPEANAGGTRTGVPNLRNLLKGLEGCPPFIFLLLAKVLFIHRLGFLILIGLFGTFYHANNSLKRLVA
QRETRNWFDSLGGLAWIVALLSANIFFIFVFEDQKLYRSLYLVLPVVEGPLDFWNLMWITGIIDFVIMFGSILLKALIAM
LPKQVLLTKKKGKYFMLIEHVSQFYRSTVPITPWLFFLYDDQNGGPWFSTVLILLYVLVKGNHLYYKFLELKGAVSRFKL
DVTYGSVPSQEQLLSADNCCPICQDKFTDPVLLTCTHIFCEDCVSLWFDRERTCPMCRANIVDNPEWRDGSTSGKLQVY*
>Ctel_84923                                                                     
MGYSVGIFVDEVDDNLLCSICSQVLQDAVLTPCGHSFCQECLDQWLARPERITCPHCRGAVIREQARPILALRNFVLSLK
IHCVNRSLGCEALITLDTLTSHAETCGHSIVQCAGCQCTLKRIQLPDHQTRCRVIAALIQDDEHALEAPRSDSPKDTMLS
DLSGRVSTLEAHIQQMKA                                                              
>Ctel_99768                                                                     
MDTHQERTVKIEDTIAMLQKTFECPICLDLMKNAVSTKCDHKFCRLCIQKAIGHKSSIPCPICKDPTTKRSLQKLTHWNK
IMDKVRELPSAFEADSGIQCECN*                                                        
>Ctel_177644                                                                    
MATEGPIERVGDELLTCSICYDHYEQPKVLPCLHTYCQKCIARHYEVHRLRQSGQLSCPSCRELIKPPPGGIAAFRNDGA
VKRTEELLKTLPGLDGEVEACEGGEYARENAMLEGARGMDRSLVASQRQAITQQLARLQDALRKLRSKLLQLYAIETYVK
YSIEMEIDSKAEAAKKTGHEPKQKWLEAVRVEMQALHAPTMAELASEQDKLYQKIVEIVSVASVAEAVLTKASIQQFDDC
FDTLSEHISAVEPLAVQFLEEGSAKREAINQLVPKYKLSSRMASEVGLMLGSGNEAKRRKLAAYSGDLVQVRLLAKVSGR
GTKLGKFDYPTNATFVHDGSIVVCDKNNKRLQILDAKGTPQRLLLEGCMKPRRARVCPVDGLLYVSDELASCVRVFTLDG
KHVRSIGDTEFQCPAGMAFNSKGHLVLTDSEKCYVYVYKRNGSLITRFFFKFIKDRNMSNPYFVAVNEDDQIIISDCRNG
LVKVFSITGNHLFTIADLVIPRGVCVDPYGNILVAEGDKHRISMYNPYGKFMQYIIDQGQFGLKFPMSLDVNEDGQLVVT
QCGFYDDHEVLLFQLY*                                                               
>Ctel_204924                                                                    
MPTIFYRFSSLKQERSSTFNFERSHITLWQFKDAITELVKSTKKHKLSGFEIRVFCAQTKKQFTDDNEVMKNQCSVILKR
FPLVNKENINPSCPRRAAVDPNVRLSVEQLKNAGDLAVANASEEDKVAAMMHQSTEAFGPANWKSIPKSWHRCHHCHKSG
HYPDDCWNKSTAESLPKPKRCAGIPRNQLEFVKSPTEPGARRMPDGTYVVPKVVKEAYKTGKKELPPFLPQPPKMEVKKE
IPDEFKCPICREMLKEAAIIRCCGYSFCDECIRDALLDSEHHTCPQCGAVGQPPDALVANKTLRKMVDNHENGTGWRSVV
SRISASLDEAQPPATNKQRLHGNVAFKKIKCEHNHDIEL*                                        
>Ctel_141660                                                                    
MNNKNKVNNSATIAFTLPISCQICLGKVKQPVVCSNQHVFCGPCMDVWLQRNQQCPTCRVPVSNENPVRHVLGGLSSQVD
DADKFSNRELRRARMELIYKDYEELISQLENELQTSKQENKEMELRLQAHAYSDSRSKPSSPPDKTLIISLNNKIKDATT
LYDQVKGEMKGLKEENTVLRNKNEDLSRENRTLRLELVNRSPRRYFSLFISFHNIHYYVILQAWPLHSHRS*        



>Ctel_183023                                                                    
MGYEVARFSATVDEELVCPICSGVLEEPLQAPNCEHAFCGGCINEWLTRQPTCPVDRGAITPNQLKPVPRILRNLLSRLE
ISCDNVSFGCTAVLKLDVLVNHLQECEFNPKMPVHCELGCGLVVPKDELQTHNCVRELRTLMQQQQTKISDLQTEGAELK
VQTAELRREIQLLKEYMRAMRMNTSVSSSRLGREGTSDDQDEIIRWVGTLSPARVSRWGGMISTPDAVLQSVIKRALIES
GCPSHILNDLMENAHERRWPPGLSTLETRQINRRQYENYVSKRIPGKQAVVVMSCENAHMPDEMIMEPGLVMIFAHGVD*
>Ctel_200403                                                                    
MSFKSSVILRMLQAIKRRNADIEEEFTDDNEVMKNQCSVILKRFPLIDKENINPSRPRREAVDPNVRLSVEQLKNAGDLA
VANASEEDKVAAMMHQSTEAFGPANWERAPPFGYICNICGKGGHWNYRCWHKPKGNDKVRRGAGIPRSQLELAKDPAESG
ALLMDDGTFMVPKLAKSVQDWQEGVAALSPPAPEDGSKELPEEFKCPICREMLKEAAIIRCCGYSFCDDCIRDALLDSEH
HTCPQCGAAGQSPDALVANKTLRKMVDNHENGTGWRSVVAKISASLDKAQPPAIKRQRLHGNVAYKKM*           
>Ctel_187752                                                                    
MQPPGLCNSELLPLLRAQHRTFDQNGYSRQLAQAFAGVEFNYESMEEELTCPVCLELYADPLMLPCSHSVCKKCLHDILD
SKSKQGGLECPSCRKVVDVNHDKMESLPKNLALENIVFRYTEERSKSIRKSLSLESPISDLLLSPVADLTDLPEFPGESN
ANCGLCDSSNAEKAAWYCVQCGALYCHSCFGKYHPRRGPLARHKIRPASDADVKLENSGCTEHVQEATTLFCDRCKVFVC
HLCVCEGEGKHVGHKMLSPENACKIVRSLAEQANEQSTALLTSLGEHKSKLDSLGVEIKEMHKCACSRVEQQYRHQVEDL
TCALKQERDAVLQKLEEAKRRSLAQSRNHIDETEKLTRQLEDVSATCRGIGEGVSTTQETLSKAAQVAPLSSTIKKHRKE
VDSLTKRYDSLMKDKASRLQLQASVEQYRKRGEKVLAIFLDDGVNGCDAIIPRIQTPSSTNSSSENTPRIQNKYLITWGF
SSTTFTAEAILQTSSWTVTIEKNSGHSGNYNSCYLFGIGISGDILNVKDSVGMTYQSHGLVCSGGSLYFAHNGKQELVSS
LDTLPLSITVSVKVDHQDYTVFTYKLASSSETHGISLIGRRIIKDSMLKKSLYPVFTVSQRVKLLFPTYV*         
>Ctel_162028                                                                    
MEVVVRGMRMKLGSAIKVEMDEQSERSTNEPNEEEKSMEQILLEELSPEEILREELPDLPYEQTRSEEKPSKQNTDAEEP
KQEISNGSRKRVHEEEVETAKCPICGMTLKPDYLQDHLEAELQRLEKVTSHAPKSSDLSNSGKKKSRRKHATSASEEKLT
HHERYQTYLRVRHAREKRKAVEKEQLTNCPVCNRSISGTDEELSQHVNKCLNGGAHLEDDVDIEGEYDDFDEYTWAGQTR
VRATSMLSGGLADLGNIAVHKPNDEDTESDLDVDGDTTDQFGERQYDESDLMIIPDEDSAESSSAVRDVLIEGSSRTRTI
SDVSILEPTVVCDTGPSTSSPRRAGEESSSVIASLKARVQELVDSKDQQVRCLICMDSYKQPLVSVQCWHVYCEDCWLRT
LGAKKLCPQCNMITSPVDLRRIYL*                                                       
>Ctel_112054                                                                    
SFSQNAEQRIHPESEQTVHDVRERRHATERPPPSAPSTPSQSFNQERTCPICLAGAEFAIETNCGHLFCGECMVTYWRHG
RWLGTIRCPVCRQQVTLMLKNFTSDENRLQSPQKDQVIQEVNHYNRRFSGQPIPWMDYIRDLPTILRHCFRHFFSVGGLL
LMFRIRILVCFLVALLYLISPFDIIPEAVFGILGLLDDFFILLLLAIYISIIYRRFVANQATGAS*              
>Ctel_178639                                                                    
MHRVTQLNMTKLNEHLMCVLCGGYLIDATISVECLHAFCRSCIMKYTEGCRTCPICDTLIHKTRPQLNLRPDKTLQDLVY
KLVPGLFEDEMKRRREFYEAHPSPEESNSLNADEERGRVKGHYDCAARVEEERISLSLQIANRMPPYKNSSTFVNSGSEK
MGSARRYLLCPSSMPIGVLDKFIRTKFDLSPKLNVDFYHSDERLVDDMTLLDVASLYGWLRRSPLKLYFLVYGPCEMTIT
QPTPVAPQAPLTVPSPSPTPSPVPEPSMPHVTSSPAH                                           
>Ctel_222732                                                                    
MSWISKMYARSVQSARKQNRDISQNGTIRSNQLTTGDWLIAHRTWAYVFDQNSRIALGIPTLHIIYVAFGIVALTPQRKI
QRALNAIHNKPNTHKTRLRLYSNYREMECPVCFEVYKSPLLLPGCGHTICSNCAELLVTEGNFLRCPECRLIYQLRRGVK
SLPKNVALQRTIDEQMQINSRRVSMCGEHPDDAISLYCKTCEKAICLKCYFTGTLRKGDTMHSGHQVQTTEDAFSKEKRL
LEETCRQCNDSQKTDKAYIEELEGVEDKLKVLMEEKLTEIEKSKNEAISKVKQTANKLKFTLRGSVARDQEYLRMTLASA
RERLVKMEEVVTEATSMLQNAPEKPEVSTLKEVREKLDEIKNGGCRSTDCLSDVTPFMSVLRFDTSLDPCLRDPNMALSY
QTEKPRAPAIDLNRCVVSEQKAFVTIRCEEKIRVNSLTVFYQMASTKDDVDKSWNSVEISELPQKGIMTTLLTDLESNSM
YRVYAIAHNKHGESERSEEAWLHTGIAHAPEEVPVA*                                           
>Ctel_175258                                                                    
MSCIHYKFKSSKDYDTLTFDGMHISLADLKKSILQNKRLTKSGSLDFDLQIVNAQTREVYNEAEELIPKNTSVVVARIPV
GRPSKSRTYSLFLASFQIQSSVQVGSGGVPMTLERLKKTADLANAKGTEEDKMKAMMDQSTRDYDSSNYVKSKYPVGRPL
TGYVCHNCSKPGHFIQNCPVKKEEGLHRAKRSTGIPASFLTPVSDPTVPGALLLQTGQYAVPTLDAAAYKEGKKEKPPFV
VDKTDTNASKSEESAIPKELLCALCNDLLSDAVVIACCGNSFCDECIRDSLLDSETHTCPVCEKPDQSPDKLIPNRFLRT
AVNNYLNETGYTKAKAFVDKTPSATPDISSPAVNSPNPNQSPAPSQENPPPPPPSSLGQKFHDLPPELVGLPPQVSDSDR
SSHHDVIVSSVIR*                                                                  
>Ctel_220183                                                                    
METRKMTCLHRIGDESSARLVIDLEDQTQVTMGRLETNDVVLDESLAVSRHHIYFEKKDNIWMIKDLNSGNGTYINDVRI
DPGVLRPLNNRDVIEVGRDPKSRQMTSSYKFRYFAKALVKVNLGDEETESKTLKESSKDNTAVGGTNELSAESDPKLETS
PQTSESSEDSNTTQLFSPQPSSSAKDSRTARRPKKARASTGLLSGIEGHAKSVYEVKYDGDSQVYRVDHIILPVIPDNQK
YPAATIEVLVDQSEVKKDKVLLPDLSEDEDKEKQKVLQYFWYQEFAAALAKAEERHKKAQEEMEAKMKEQEEKLSALLAE
KLQLSENIQEDLMMQEEVQQTSNAQNELHAKLKEFEDQMAATKVSVEAQIQEKIRRNLEEAMENELVCPICSEYFVQATS
LNCSHTFCAACIEKWLKQKQGKTRCCPQCRQTVTSSVRSLALDNHIDHLMENMSEEARKARCLLKDHRKKIQDALVERPP
QRNKHRQRHAEPTVHRLVNTPEAQYFRRVYTNQSHAVNSEQHTRPPHQPRNNPFRLN*                      
>Ctel_170143                                                                    
MNDQARVSVKSLNDHLICVLCGGYFISATAITECLHTFCKDCIVRYLETSIYCPVCDTLVHKTKPTLCLRRDNATQDLVY
KLVPKLLTNEVQRRRAFYSQNHPPLNHVTNTTPHEDHVTKRARKFFTEDEKMSVQLLLSDNGKPVSLSKKRKRDEEAPLK
EPQCRYLLCPALLTIGLVKKFLRLKLDLKPKYQIDVFHTTESLKDHFSLMDIAYIYNWTRAQPLALHYSIYDTSPRPRPS



TKRVTYNLPPLNTSPPPSPYSSPEYGVRSFNQGFYIRETSHAVIREISFSKKCKRKRGRPKKLQPVENRNFTFQNTKDRL
KAPVCFAQELLSDIEADCSECSIRGVIMNSNDGGLCDQTIDRVPRSSTPVHDPFRKSPVLSTDNDSGYEASDMPKDFAML
RFNSDEETD*                                                                      
>Ctel_202625                                                                    
MGICEDERKRMRKVELERRVQEVGRMRWEEQLQRNERTRRYAQEKGEMKLEQYADGQDGAGVRLMMRGDCLPVRMNECVR
WKYGEDERRCTCGEEETERHVLFECVLYERLREEWLRRWREERGEEDLVEGVLGGPSGSHRGFHCVYSYYLFSFTLDHQN
IPELSSCDLDFGNGLVTIGRSPDVTICLMSTMISRRHAVLKKKDAEWTVMDNKSINGVYVNEHQLTPLEDHQLKDGDVIR
VGVPAGPDQPLSFVWSYHKQLKVAKTKRRIPEGEGSEEEKNSTKKSKPNPIQNELSSKAWSPSAKANAKMKEAEAMMAEK
LRLQEQRLAEMQRQLQEKTAAEERLQAILVEKEKTMQLEIKQQKDELEKEKEILKNEIREKYEKELHDKEETLFARLAFE
RDELQQEREVVESKLREEKERQGESDKERQIELAKECERLSKIIEKKESEQRMLKTELKDTKSESAKQKGEMLEAREELL
RNFANLMETELQCSICNELLIQATSLNCSHSFCSMCISEWMAVKKECPVCRAAITSHLKAIVLDSYIDRMVEHFSDDMKE
LRKTLVAERKAEAERKKAEEQSKEPQPTTSRQRTIGGRARGRRAARRARGGAAAAAAAPLLPEPSARRGGGRRRGGRAAR
RTNEAPPAPPADVQVRRGARVIVDVPGESQELDAGAPEVININESVVIGDPIEIPSDDDDIRDPLAEILDNSDSSDAEPG
YVRGVPGSYYGGFGTCFRCGNRGHWAPGCPLG*                                               
>Ctel_223323                                                                    
MDNISLCSQVHFRKMVDEEEDMADMTYSAEQVERLLTCAICLERYTNPRILPCQHTFCRSPCLDGLVDLRNRKVKCPECR
KEHYVPPTGAGGFPPNITVANFLDLPAQRGGPTQEPLTDSMCRVCESESSLQKCSHCDKMICEGCQRSHSGLLRKDVEKL
LSQMKRGIPKLSNAISQLEQKTEQMQQQNETVKNEVKEQIDKYMKELKERQRLLHSELDTLLQGETRTIRMHQENLEVEL
ASISSYCDSSESLLQQPATEISDVELKAMKKQCLGYAETLRKAENNTALPAVKRLKFRSNGRMLHQTIMAFGEATTEGSQ
PTQQRSPQRRRWDDSPQVERNFFESLPPNSPSPAQAPRRALSPPASWQSPREQVEARGSRSSTDYRHFLSNQLDTDPGNE
RPPARIADYLYNMGAGPDTILANISYLNDPVSQATRDRTRLVQALNAQERTGARMAALLSDHHAPENMNNNARSVMRTRP
PVHPPVPPRPRRDPRPTEYYEIDLDGNPNQVSLPPAPRLNPRLIPRDRGEPQRNPSSAEAPAPPPSPPPPPPATDANVEP
PTLRRNATFVRQEEDNALDPEAMDFIEQATESMETEQPEIDYQAKKNPVMKIGGERGSAEGQFKLPRGVAISPQDGTIVI
ADSSNHRAQVFDQHGQYVRTFGSYGDSDGEFDCLAGVAISQSGDVIIADRYNHRIQIFDSNFNFKLKFGSEGSSDGKFKY
PWGVTVDHEGLVYVCDKENHRVQVFGADGTFLRRFGSTGNQPGKLENPYYITVGHDRNIYVSDTHNNRIQVFTSQGGFVN
SFGGPGDQDGKFKHPKGITVDHNGFMVVADSGNHRIQVLRSDGTFFAKFGTKGRGEGQLRDPEGIAITPDGKILVADKDN
YRILMF*                                                                         
>Ctel_165412                                                                    
MSVMSDSNIGHRPVIDVGGEDSDSSNGSVESADPAPALLSDSLSDSDTEDEESQTMSPRRRLAAGSSSVVNSSTATAVNA
NSVTSTATQPTANTSTSITSHARNTVNSQARMGATVTENDKTSSKSVKRPADRPISDPETTANDKEATSSTSSDVECPIC
LQTCIHPVQLPCSHVFCFLCVKGGANQSKRCALCRSEIPANYLYDPALVCKEDLLKEVVYDDGYQWFYEGMHGWWLYDER
ASSEIEERFKNDEKTFEILIAGFLYVVDLERNCQYRRNDPTRRRRIKRDMKTIPDKKGIAGLKYDASIRPAPVRRAGDGG
EVDNNNVPVTRRPARQSTQSRAAPPPPTSSVAPPNNNPPALPPRRAVPIAGARQVVGSSQAASTRLPVLPPKLTAPVPPP
ADGVPSVVSQVTAQVVNMGLRRRSRPQGRRSDANANGTLTDSGESDEE*                               
>Ctel_128127                                                                    
MGYEVARFSATVDEELVCPICSGVLEEPLQAPNCEHAFCGGCINEWLTRQPTCPVDRGAITPNQLKPVPRILRNLLSRLE
ISCDNVSFGCTAVLKLDVLVNHLQECEFNPKMPVHCELGCGLVVPKDELQTHNCVRELRTLMQQQQTKISDLQTEGAELK
VQTAELRREIQLLKVSLLFYFQIIVQSASVI*                                                
>Ctel_168454                                                                    
MASSIPVVKQIHRQFLSCAICLERYSRPKVLPCLHTFCEQCLQEYIPPQSLSVACPICRQQSILPEAGVSALQNNCFIIK
LMEVLENPNLCLNLSELAMAECDTATMASLVCPNHQGQSFEFYCSECETAVCRDCTSGEHTSHRTLLLTEAIEEHREMLG
ELLKKAHLQIPAVREALEEVNMVSETLGKNYKDAEGMIQESFDALSRLLLQRKDVLLSDLQSKYSDKQRTLQEQCESLEA
TLNGINSCCEFTQNALKHGNETEVLLVRKEMTEKLSHLSAPDVQKQAEENEFLAFNDGDFTSAQKFLRNLGSVQSNSAIA
FETVATGEGLKRCWLNRTATVNITTKDRKGELIKVGHSSFSAEFSSSSGNVVCIPDIVDNQNGTYDLSYTLSESGTFYLD
IRLYGQPIRGSPFKVKAYKETESLDRPNTCFSKIPQTTSIKQRGTKRPSSSRSHGSNRRSNPVEDDLVLSVGMKGRAKGE
FTNPQGVCCYKDRVLVADSNNQCVQVFTCGGDFKLRFGTRGRQVGQLQRPTGVAVTLNGNYLVADYDNKWVSVFNPDGKY
LNKIGTGKLLGPKGICVDHNGHIIVVDNKASSVFVFQSNGKLLHKFGARGNEPHQFAGPHFCAINSRNDIIVSDFHNHCV
KVYDCEGTFITSFGANGEGNGQFNAPTGVAVDKNDNILVADWGNSRIQVFDSSGSFLSYIHTAGGPLYGPQGLDISPEGQ
VIVADSGNHCLKMYKYLQ*                                                             
>Ctel_148333                                                                    
MSATDSTAGASGSGGSTQGASGSSGDAPEQPDTSTYECNICLDTARDAVISHCGHLFCWPCLHQWLETRPNRQVCPVCKA
GISKDKVIPLYGRGSTDQKDPRDKVPPRPQGLRTEPENNANFPGFGFGEGGFQFGIGAFPFGFFATTFNFNNGRPPPPGP
GTQQHGEEQFLSKVFLWVAMMCVVWLLIS*                                                  
>Ctel_167590                                                                    
MLRSPPPSHSAEQNSSIDQGFDLPWEDGRVDKRYECPICLLVQRNPVQTSCGHRYCRACIYAWIRESPLCPTCNSALGTS
KMFTDLIAEREIMSLRVKCSNEGCTQTFELANSESHNEKCLFRLVPCPNGCPNLLRRRSLDNHMANLCLLRVKVCEHCSE
EVKAEDLPDHLNKCRELQISCELCGCRVQRSELMSHRESVCAKVIIPCCYSRFGCTERMQRQNLPSHYAACVHEHLQLVS
QHVSILESQMRPSVASHRPASARLPQQLSFDSPYVTSDLIDTDPIKTAAPGGTAALLNEASDLAAQLVDAKRTIERLTST
VQQQTQKISSLERKIREIDGRHCNGVFYWQVNNYMDYKQTLLQGSTPVLHSPGFYSSFYGYKMCIRLNPNGIEQGSGTHV
SVFLHFMKGENDALLRWPFKGKIVLSILDLISPDGCQQHIVDFLSSKPDLAAFRRPTSNRNHKGFGYLEFAPISVIEKGN
YVKDNTLVVKAVIECEDESLIA*                                                         
>Ctel_219559                                                                    



MTSPRRYNTTHSVLTTLLLYTLTDYSVFLKIRDQKPELGLHIRPRSYEFITGSVCYSASRPYFPGEETQPPQGNEKTRKE
VHRRVFLGEDLISTTSLPFLPSFSYIIKEKNREEGNQKIISFLDMTKIRDLRHVCDLAFTEASEDEKVAAMIYQSTKDYL
PVNWQGFCTICWKSGHVTERCWKNKGESREMMSSGRITNKAASGKRSKNNNNNCHEKKRKIRRASGIPKSFMTTTTDPTA
PGVLQDGSGDYVVPTIAMLAYTKGKKELPPFLPLSNPSPSSQEKRNIVETRRTITTCPICKDSMRDAVIIPCCGWSFCDP
CVREALVDSDDHTCPQCHVKNQSPENLIPNVNLRKILGT*                                        
>Ctel_93479                                                                     
MEDLPLPEFVNLDKSFLCSICKEPLRNPMQTFCGHHACCSCLEGYMEEAHAVSAAASREEEEGERTVAAAPICPAQERNC
HTVTKENIFLDRAIQKRLERQAAYCPNKCLGCVETLMWKDVPQHLESSCVFRQVECPLCKEDIIFSCVDKHQEEECPQKL
MDCPNFCQTAQMKRSDLSLHMLRCNNICPYITLGCDFSVSTIAPERAEGDDDDDAAATNPEAAAAAAAAVLTTHEEESMK
EHLRLTMKRLSEQEIENQRLRDELEMRLERKCQENVSAATPNNLDGLDETLRCLLLKHDKTITELVNALKSVDQQMQYSP
DLLGMGEMVWKISGINAMRRAATKDTIKYIYSPVFFTHPYGYKLCLRAYINGDGLGKGTHLSLFFVILQGDYDATLQWPF
SGTVKMKLLSQDKNFSDHYKEFRSSPNSNSFQRPKNERNPPTGFPEFSTHTLTWAKPYYLNDEIYIKTSVRLTSN*    
>Ctel_223699                                                                    
MAESESKTKTCSFSFKKSAKNSSCDMICHLGAVSSDDETTVVRRDQRPKKRNPLSQTTKKVKVTDKTTYTSSSEDDDKAI
NVSYKSSHNAVRTGPQDMGATATYDLDTEKGKDAQAIYERSLQVNKDLKGKEDDKVYRGLNNYTQYIEKRDSAQGNAASG
MVRKGPIRAPSNVRATVRWDYQPDICKDYKETGFCGFGDSCKFLHDRSDYKAGWQLEKEMEAGTYLEGEDMKQYEVSSDE
EDLPFRCYICRKSFTNPVVTKCKHYFCEVCALQRFKKSSRCFVCSAQTSGVFNVAKALIAKLEKDRSKKEEQDSDEEEFV
QEEKKKEEEDPESSPNEYCDDDF*                                                        
>Ctel_37793                                                                     
LQDPNVRLSVEQLKNAGDLAVANASEEDKVAAMMHQSTEAFRPANWERAPPFGYICNICRKGGHWNHRCWHKPKGKDMPK
VRRGAGIPRSQLELAKDPAESGALLMDDGTFMVPKLAKEAYKIGKKELPPFLPQPPKMEVKKELPEEFKCPICREMLKEA
AIIRCCGYSFCDECIRDALLDSEHHTCPQCGAAGQSPDALVANKNLRKM                               
>Ctel_219532                                                                    
MEHPPVPSKTWELSLYELHRTPQEALTDNTEIAVSPRSLHSELMCPICLDMLKNTMTTKECLHRFCQECIITALRSGNKE
CPTCRKKLVSKRSLRPDPNFDALISKIYPSRDEYDAQQERVLAKLKQTINPNALTQSIEEGLRQQALNRAQRVSVKKSGT
TNEGGDVKDEDAISHTGSDTHTDDLGPKQQRAPSEESNSLGEGTSDASTGSKPARPKQNTQNDIELLFKPHPDMEQDVSQ
TRYIKTSANATVNHLGKYLAMRLALENQLNSGEDSGESASLKPEAYRIYVSTTAGQFSMMDGNESLDHIHERYLKANKPL
ELFYMPEKSADSSAPKP*                                                              
>Ctel_89730                                                                     
MASDPGLFGDLLHCMICFEQYDSPKMLRCAHTFCAECLQGYYSTYQQQKRAVPGKIPCPTCRELTTLPSNGVSGLRNDFK
VQKIEEMFKSMNIRDRANSRSCDSCKSQRKTSQAKVYCAGCSMNYCDSCMKKHNKNPLFKAHQVLDKATEKSSDFFCKVH
KGESGKFFCRTCELVICTLCIMNSHEGHNV                                                  
>Ctel_118074                                                                    
MDAGKSAVCRMCGQSHSPEVNHVYDYQKMVDEDLMCHICLQPLVDPVDTRCGHTLCSLCLHNYLKIQSMCPVDRIPVIAA
QVQQSSVIVRR*                                                                    
>Ctel_141865                                                                    
MDAGKSAVCRMCGQSHSPEVNHVYDYQKMVDEDLMCHICLQPLVDPVDTKCGHTLCSLCLHNYLKIQSMCPVDRIPVIAA
QVQQSSVIVRR*                                                                    
>Ctel_217977                                                                    
MDIQDAFDRVDKDQRKIRLKKVGLPCQLYRTLFAYLKKQQIFERARHPILWAVDIIIPILCDNISNTMLKMEEAQFVCHA
SNDWPRAFSELKELDAVLRCSICFEFLDTAMMVTKCSHNYCSVCIRRYVGYKLQCPSCRESGKNCRSVSDIRFARFSRSK
LLSAVNMTASVSSTRDASVFSKQSDAKSPDNIFTKAKTKSPKCHALRRKNAKRYAIESDSDSDVVLLDEQQSSDSDFEPA
IKHNTPRRSPNERKKVSEEEKLTEKLSSDAVSPSSAAPVFSFLSPTRVPPPEASTSGSPAPSGKVTCPVCSVCVPKCNIN
LHLDRCLSAPTKRNASANKRKPLTKYVYSVMSDKEIRKKLSEVGLPAQGDRQTLIKRHQEFTLLYNAQCDALNPKPASTI
VQEMIRAGKQRNVVSLTTNSTQHKFKVHKGATSDEVRVAQKSYLHNHKSQFAALVEAARSSKRNAEEQQKNTNLSNSPDN
QSQNSAGKGESQPEEVREEEPSTEKIERSQSAASFMLDESSVDAPDIVQCTEQLTSIEDEEDSNMSRKFSQFSNDLQLTQ
RSLSSCSPSSLEFIPPEIAEDSSEQAATCNSDVSPSCSPVLQSQKSGDLLISEDKSEVPVEVHLSEDKPLDGNLVHAQQK
LGKKRKRKNTDFVSESVHQIMNAEEDCGRRRSSRRKITK*                                        
>Ctel_91922                                                                     
TADLASANATEEDKILAMMHQSTKAYDPSNYLVTQTSDGVPPSGYICHSCNIPGHYIHNCTLKKNSQGPRPKRSAGIPAS
FLTPVEDASQPGALLLQSGGYAVPKVSAAAYKEKKIELPPFLPRKEQPAKKEKEIPDDLVCSLCQQLMTDAVSIVCCGEN
FCDECIRDSLLASETHTCPRCNREWQSPDRLVPNQYIRTGVTNHLNAVGYADVVASIKYSEPPLFASKSAESINDFNASS
TVSSPRIASNKASCQIHLLVI*                                                          
>Ctel_201428                                                                    
MPTIFYRFSSLKQDGTSTFNFESSRITLWQFKDAITEKVKSAKKHKLSGFEIRVFCAQTKKEFTDDNEVMKNQCSVILKR
FPLIDKENINPFRPRREAVDPNVRLSVEQLKNAGDLAVANASEEDKVAAMMHQSTEAFGPANWERAPPFGYICGKGGHWN
YRCWHKPKGNDQVRRGAGIPRSQLELAKDPAESGALLMDDGTFMVPKLAKEAYKTGKKELPPFLPQPPKMEVKKELPEEF
KCPICREMLKEAAIIRCCGYSFCDDCIRDALLDSEHHTCPQCGAAGQSPDALVANKTLRKMVDNHENGTGWRSVVAKISA
SLDKAQPPAIKRQRLHGNVAYKKM*                                                       
>Lgig_66922                                                                     
MSKANSTELEKIKAMMNQSTKDFDPSNYKGKVPTGQPPPGYKCYKCGQAGHYIQNCLVKTETNAIEPRFKRSTGIPNSYL
TFTNDPTTPGALLTYSGQFAVPTIDKAAYEIGKKERPPFLLGEDNTPPPETKVIPQELLCLICKDLLRDAVLIPCCGNSF



CDECIRNKLLETEDHECPSCHEQDVSPDRLIANRQMRRAIV                                       
>Lgig_67017                                                                     
QFTCPICLEIFLEPVKISCGNDHVYCAGCLEGYKELAEPRCPQCRNIFKPSQLKKASELNKLLKKKKSCCKWCGKSLTLI
QLREHVSSCEKVDTSLPVFKPVKQTSQSFPSDAPNRATFKCPYCGQCNLDLAALVKHCNNIHRDSPAKVVCPVCLSMPWG
DPNRTSGNFLQHLNLRHKFEYDTYVDYEQDDEAMLEAALRASLQD                                   
>Lgig_68744                                                                     
FQKMASDQDNHQSMEKELSCTLCLELYRNPVMLPCLHSFCYTCLEGFVKAKPCVKNILRCPICRIGVELISADLNHLQKN
FQLASIVDVYRQ                                                                    
>Lgig_69130                                                                     
CTICLSRFKTPKVLPCGHTFCLWCIEQYIGDEIENILCPFCEQNVKIPEGGAKMFPMNYTLVEIM               
>Lgig_78912                                                                     
MFSCILCKGILNDPVTLPCGHTYCRKCLEKDPNKRCNMCNTVHYKIKISSIKSNVLLSKLIEKWFSDENKAAVL      
>Lgig_103997                                                                    
MSLQHIRWQTALCLTCGQFHDSHGTHLYDYYQTVDEDLTCQICLQPLVNPLDTKCGHTFCQRCLKNYLKIQKQCPLDRLP
LTIKDCSPSSILVRRLLDKLLVVCPNVDYCEEVLTRSELEAHLLHRCRGAVKRCIKASLGCHFQGPRSALQSHLWECPYR
DQQAGKGNQHKCILCKNPVMDGEVSTIEIQRASPELGISIVGGCDTPLICTVIQEIVPDGVVHKDGRLLPGDQILEVNGE
DLTQASHYQAKSALYQYYPVCRLTVYRERAEESRPIEKEGTIHTLQLIYMGMHVFLPGRPLGIKLVGKRNGPGVYILNLV
PESLAAFDGRLKQDDRVFEINGRDVTYGTQEQAADIIQSDPTCVQFVISRRSRPQTPDLIRSTSHDASNYSVYSDKSSTS
SSSNSLLNTPIVERTIHVTKDTCETLGVSVAGGVASHRGDTPIYITNINPKGCLGRTGKLKRGDIILNVNGNSLLGQSHN
EAVKQLKLSSDLNQLTLQVVDGAETCDGPGNFIPTWLYWLKVPKQCYILRSISLLRSPSGSLGFSIVGGSDHAHGAMPVF
VKSVVPDTPAAKDGRLKCGDIVLSVNEHNLKTITHGKAAEILKQLDGVVNMTVVSWPGTLV*                  
>Lgig_109060                                                                    
MTSLPVDLNKELARRANDPQTETCGICLDEILDPKVLDKCGHKFCQGCVKHAFVCKPVCPECGMIYGVIIGDQPRGGKMI
HKLITSHKLEGYKDADGILEIIYTFNDGIQQDNHPNPGQPYSGLRRKAYLPNNKEGQEILQMLYKAFDARLIFTIGESRT
TGQTGVLTWNDIHHKTSITGGALSHGYPDLGYLKRVREELALKGIKK*                                
>Lgig_109899                                                                    
MANEIANAPSKTWELSLYELHRTPQEAITDNTEIAVSPRSLHSELMCPICLDMLKSTMTTKECLHRFCQECIITALRSGN
KECPTCRKKLVSKRSLRPDPNFDALISKIYPSRDEYEAHQEMVLANIGKHHNTASLTLSIEEGLRLQAMNRAQRVRKHAP
DVSQNGDGESEPMPEENGINGASNGSIDAEVASSPSHSHKTDMDGDQEGSTSNDTTPKKRAKIYSDDSRDIELVFKPYPD
SEDEEEEEDENLTRYIKTTANATVDHLSKYLAIRLSLEAQSSDKTATPDDKYSIYIASSPYNYSVLGGSMTLSQVNERYW
KVNKPLEMFYKRQDTAPPRKPGDKN*                                                      
>Lgig_110833                                                                    
MGYNLNKFTGTIDPNLLCGVCGGVFENAVLTSCGHSFCLDCLKTWLNRPMTNSCPECRTPIEYETVKPILSLRNLINGLD
VYCDHAERGCKTVTKLESLGKHLETCTHFPIRCVACDEVVNRYELPTH                                
>Lgig_115231                                                                    
MATVTTSNNLECSICCETFKTPKVLICGHTFCLDCLERYIGNRTTKFKCPVCGKVVRIPKGG                  
>Lgig_121171                                                                    
MATASASNTPECSICFGSFEKPKIVPCGHTFCLWCIERFIADKTKTFPCPICNQDIRIPKRG                  
>Lgig_121286                                                                    
MATASVSNTPECSICYEGFTIPKILPCGHTFCVDCLERYIGDKTETFPCPICQQDVKIPEGGAKMFTTNFILQTSKHTTQ
VKKQPPSTTQPRCPNHNQREVDYYCNNCSVGLCSKCIDKQHKYHETLDLKCDETRNIALEKLQRSQNIVQKQNQKLGEIS
LYIIRII*                                                                        
>Lgig_121359                                                                    
MATASINNALECSICFDSVKSPKILPCGHTFCLGCIERYIGNKTETVTCPICKQDVKIPEGGAKMFTNNYIAT       
>Lgig_121855                                                                    
MATALPKSPNLECSICLGSFKTPKIVPCGHSFCLECLVRYTDCREETFPCPYCKQVVEIPRVG                 
>Lgig_122176                                                                    
MATALTKYPNLECSICLGSFKTPKIVPCGHSFCLECLVRYTDCREETFPCPYCKQVVEIPRGG                 
>Lgig_123283                                                                    
MDVDEELKCPVCLDLFQHPIILPCSHVLCRRPCADNIFDYNFIRCPVCRDSCYVSGGINSLPRVIALENIIEKVRAERER
EVIATCDASIETEDNYFCQLCDKPPRRAKKSCLDCNLLFCIPCFRESHPNKTPFNTHKIIEPKNDLEPETLCPEHGEQLS
LYCMTCRRLFCLACEENDNHKDHNIASLLEACTVLKVRNCVCASGRNTV*                              
>Lgig_125925                                                                    
MKIKTGLTRIIPTELLNKEDIECALCYRVYYEPVTTPCGHVFCKNCLERSLDHQSMCPLCKSSLVEYLAERRQSVTECVQ
SIIETYFPVDCQERKVQHDQEVTEMTKMGIENNEIPIFVCTLGFPSVPCPLHIFEPRYRLMVRQCMESGTRQFGMCSHTT
NDEFSDLGCMLEVREVQFFPDGRSILDTVGGRRFRVVSRGHKDGYDTAQVEFLHEAPIDPSELPEILKLQEETYQACKKW
FSKLSVMYQHKITSHFGDFPPIDPTPHLSPNGPKWAWWITAVLPLDPKVQQALLAMISFKERIQALQKVLNFLNKKQSK*
>Lgig_128006                                                                    
MSGYYARRSNLIEGIGNEVLYSVAAFLGILIPIVYYIWKKQNEGVAPIHPDSAINVAATREHLRRTADANVDSSSNGVPS
APRARRDINNQFTCPICLGDAVFACETNCGHVYCGMCINAYWEHGNWIGGIRCPVCRQQVSIILFNFTDEENETNSQLKE
EVRRTIGRFNARFSGEPRPFMDYVHDLPTLLRHVFNDFFTVNGLLMMFRFRIVMCCIAAFLYFISPFDIIPESMFGILGF
IDDIFIILLLAIYVSLIYRQVIQNRAMNAGRTPPMH*                                           



>Lgig_128647                                                                    
MTCDIFQTYLRIRCNRQARLSSRSRNRKKRPGEDGVKETSCPICNEKLTGTSEELNSHVELCLKRRGDLEDEPVDVEGDG
EQYEEYTWAGQTRIRATSLLEGGFAKSGFLTSNCRRISQEEDVDLNVDVDDSEEYGTPQYSEADIVPLKSDEPNENQERL
ALRGAVLGNSSMSYDPGPSNSISQTTSNSYISNTDSSSQELIDALKAKLKDKEDQQKNKQKCLICMDVYKEPLASIQCWH
VHCESCWLQTLGAKKLCPQCNTITSSSDLRRIYL*                                             
>Lgig_128738                                                                    
LAEVFRCFICMERLRDARLCPHCSKLCCFACIRRWLTEQRSQCPHCRASLHLHELVNCRWAEEVTNQLDTLQQFVPAPPS
DVSSESNQCEEHKEKLSVYCLTCKECICHQCALWGGTHSGHTFKPLDGVYEEHAKKLTDELNQVKRRHIELISLVQDVEH
NIESVKNAKDERVREIRNAVELMIARLESQMKSKLLTLMGQRTRLSHETEVLETIIQRANTDLTTRSKSHLIQQFKDMME
IFRQVHRGQRSSFVTTPVQADFNSEIVPQYDTSTFEMKNFSLLRQRADPVYSPPLNVSGLAWRLKVYPDGNGVVRGHYLS
VFLELSQGLPETSKYEYRVEMVHQASRDTSKNIVREFASDFEVGECWGYNRFFRLDLLVNEGYLDPTNDTLVLHFQVRAP
TFYQKSRDQQWYINQLETAQSQSAQQILDLKERLCLEISRNQTSGDNGATSGQYLSFHMYNVSKSHSFHSI*        
>Lgig_129923                                                                    
MDPTGSELGQDSSDDHSNRGRNGSNGNHRDTRVDNHSNGRLSGSDSNYRDSRLDNHSNRELQESKVNDEKENRSREVHQP
QKDAEKTEICAICMDDITDLKKLDKCGHVFCRKCIDKSFKLHKPVCPSCGTVYGVTIGNMPAGTMNVHKSSLNIEGYKRF
GSYCINYDFNSGIQGSKHPNAGVRFKGTSRVAYLPANPEGIEVCKMLKVAFRRRLTFTIGRSTTTGQENVVTWNDIHHKT
SMNGGPTNFGYPDATYLSRIKEELASKGVTLADIDGVKDGDESITVK*                                
>Lgig_134983                                                                    
MAAALPNNSDLECSICFESFKAPKILSCGHSFCQGCLVTYIDGKKGTFLCPVCKQKITIPKGGVEKLATNFALQSLTNSL
TTTQPSTSPKPKHHCPNHSKKEVEYYCLSCNLGLCSKCILKDH                                     
>Lgig_135199                                                                    
MAARNINPCSICLEIFQNPRLISCHHSFCFKCLDDFIRNTSKNDKFNCPVCRKEVKVPPGGVGEFSANFYINSQNESYAK
KSRSRKTKLAAEDLPGNSKEVQKDFCEKHPKKEVEFFCVDCKVVACSKCSFSTHK                         
>Lgig_135291                                                                    
MSVKAVTNGGRMRITEVNPHLICALCGGYLIDATTIVECLHSFCKTCIMRYLETSKYCPICEVLIHKTRPWQNIRLDETL
QNIVYKVVPGLFQREMKRRREYYDNQPVPSKSSGKARTSNRIIFAADEDFSISLEFWPEYNIAFFYLQLHDRRYLLCPAA
VNMSHLKRFIRNKFSLSDRYQIDIYHTNQPLSDHFTLIDVAYIYSWRRVRISTYVLFYFSIERGKTKFN*          
>Lgig_136681                                                                    
MAQHGAHLTSVEADRPTIFEVLAQESLSTTIRPAAKHAIKVLAENRPDRFGWMLQYFDEVYTVLDFIVQNHYLNKYGGSF
AENFYDLRRIVSSTKSPFLPRNLKWKSLICLVILPYLKLKVDKLFEDIRHRSHYTIKDGITKAFLGVYPYINMIWEGTNL
WYQLAYMFGKSNYHSWLLRYSGTELSRISEDDLWIPSPQTPVTSWADKSFQKKIISICSKLFKWTAVSLSTGVSVAVFFL
QFLDWWYQREDKAVSLTSLPIPDPPQDGNEELSAPVCPICNQKRQNETALSVSGHVFCYRCIYSYINQHGSCPVSSYPAT
LDHLIKLYPPDT*                                                                   
>Lgig_136894                                                                    
MASGTTTCKLCSEIYKKPKLLPCFHTFCESCLYDYIGKHSTKELFVCPSCSLEILVPNNIADDLQTNHFIEAFIEQHPTQ
DEDTFESCDICKTATDEGYSCKECEHKICKNCNIVHASMKATKYHKVAKINGPRRAFKLQRTCKDHDEDFRFYCRTCCEG
VCVDCKMDYHEDHSCE                                                                
>Lgig_136939                                                                    
MIGSSQDVSSNDVMFGSIRGDVVGIQHYKGTVNNGEMVTLQREPQNVYDKNAIRVVNMDSQQVGHIKRELAKPLAFILDN
KLARVEGVVPSGKNNAYKIPIEITLWGDVEKKNEALSVLRSHGFTPRDNSVGASSSQASGSQPGLDYSHVVSNRVFLSPS
EVRNEMDKLFDTLEEGDKTTMTEPTQAIRTPLYPHQKQALNWMICKENNEALPPFWEKRGQRYYNSLTVYTTSHRPSTVH
GGILADDMGLGKTLEVISLILTNFHDGQPLAVPVAGRNRFGQQSKSKTKTKTKASTSASETNQSDWDKFDQCLANPENYI
EDSDEEEERKAAETLRIFQSKVPKFVIKPFGSSSESDSKSELKKQSRSVVNDANDDIKSARPRNKSGKRMVIESDEDSNS
APCINLTSHSAKHNDMVATDNRQVRTAADILTKSNKPRTTLIVCPLSVMNNWLSQLEEHVREDVELEIYTYYGNGRTTDS
KLLESQDIVISTYGTISADFKGRNPLRKVHWLRIILDEGHYIRNSHTLMAKAITDLKADRKWVLTGTPIQNSIKDLYSLV
NFLNISPLTESSWWKRTIERPIAQGHESAIKRVRALVANIGLRRTKNQQVNGKPLVELPARNVFIETIKFSDEERQVYND
MQTEGKLIISRYFQQGTLLHHYSQVLVILLRLRQLCCHPLLCSKAALDGGNNVLDDEMKKKLISALLAVLNSGSDEECPI
CLDSLKHPVITPCAHVYCRTCIENVIQQNNTMMAPCPMCRGEIKVDKLIEIPENQLQEPETPVVTDENWQSSSKVDALMK
AVVQQRIDDPTVKSIIVSQFTSLLTLIEVPLRLNGFKFARLDGKMTNKKRVDNIEMFMDPSPDSPTIFLLSLKAGGVGLN
LTAASRVFLMDPAWNPAAEEQCFDRCHRLGQKRDVNITKFLVEDSVEERMLALQEKKRALMTGAFSKKQSADERRADRIN
EIKTLLEL*                                                                       
>Lgig_138472                                                                    
MDALHELSEDFLTCCICLDRYKNPKQLPCLHSFCRDCLSDHIKANDTGGLIAFPCPECRK                    
>Lgig_138954                                                                    
MTYDMMEDELTCPVCLELFADPLMLPCSHSICKKCLQDIITSRIKSGKEGQLKGFILLIYTLTQSVCKISSKLIGTLPRN
FLIFLISGFECPSCRKMHTMSKNKMATLPKNLALENIVFFSEEYTPSNENCGLCEADSSSKAEWFCQKCSVLYCQKCLEI
YHPKRGQLQHHKLCRPSNRSADVKPVFCKDHNTETATIFCDICKVLVCHLCVCEGVGKHSGHKIMPLDAAWKTIKVRNIA
TDFWKKVK*                                                                       
>Lgig_139123                                                                    
MAAASLTNIPECSICCEDFKTPKFLPCGHTFCLDCIERYIGDKIETFHCPLCGQDVTIPVGGAKMFTTNYIAQTVSTQRP
SSTTSTDTTSVIGETTSPDKTEVVGEATSHDTHNNLV*                                          
>Lgig_143551                                                                    



MAAALPNNPDLECSICFESFKTPKILSCGHSFCLECLVRYIDGRKRIFPCPLCKQDVKIPQGGVLKFITNFSLQTSTKTP
KTTQPSKKHNCPNHSKKEVEYYCQTCNLGLCSKCIFKDH                                         
>Lgig_146013                                                                    
MDGGNQPQDDTTDLIDDETKQKLIDDLLAVLNSGSDEECSICLDSLKHPVITPCAHVYCRTCIENVIQQNNTMTTACPMC
REEIKLGFWFGVPEKQQPEIPVITDENWQSSSKVDALMKALVQQRIDDPTVKSIIVSQFTSLLTLIEVPLRLNGFKFARL
DGKMTNKKRVDNMEMFMDPSLDSPTIFLLSLKAGGVGLDLKAASRVFLMDPVSISFQ*                      
>Lgig_146784                                                                    
MSECSISFEFFNIPKILPCGHTFCLRCKERYIGNKKKKFRCPICKQNVKIPEGG                          
>Lgig_147474                                                                    
MFGGFHGTKTPSTSGFTDIPSTTQFGVFGVPSFTEATNKPADIHSPLQNPSVEKDCCGICLAAYKSPRILPCKHIFCRLC
LTKLADKKTDGDRRACAVVDVIQQPIIDPFSCPLCRKEIKLSIHGIDNLPMYFEDDEDTNDDNEANDEANDDDEDQRVLC
VVCENSVPAEYECFQCQKVFCVSCKIIHNNLLKHKVQDLKLDLSQGKCLKHPEVKVGYFCLDCCSTLCTVGVKSEHSLHQ
TQT                                                                             
>Lgig_151894                                                                    
MATSSVGNLPECSVCCESFEIAPKFLPCGHTFCLPCIKRCIADKRETFPCPFCRSNVKIPEGGAKNFPDNYIVQTSKHTT
KTPQPKCPNHSQKEVDLYCSNCNVGLCLKCIFIQHKDHETLDIESDDTRNKAIEKLQRSQRTIQNRIKHLVKTRSTLLES
LEQLESLCEESCVKVTEKTEQIVSNLRRSCEQIITDIGKNLEENRSKVEDREKKLTREITLLEREMESNISPSTKTTLNI
LQTLPRLIKIEKQSESRKCYNLCVQYSQWVGKEFSFDIDQLGSVISKPFYIPGSYQFIFNVSDIGKGGTIYYSKNKFRCN
NLVWSCGVDRDSDDGIYIGVQLLSTDNPKLNYCIIDYQVSILNIDDDSKTITRTDSGWRFYRERYWGWIYPIAWSDLNSN
GYLNSNGQFVVQCNITQIIEISWGAAVAQ*                                                  
>Lgig_153014                                                                    
MILSMSSPHICITGKTGLKASAYCQSKKEIMAKSLQPEGMRDELSCSVCLDLFKSPVTLSCEHSFCEECVDSIRRKSSSS
FSADCPLCRRTFQFDTEHFPKKNHVLGRIVEVYKEDAIRRSKSCSDLSVIAPKRSSSHVTPLQQTPEFCRPQDASRTDNT
TASLRNSVLDLRATFTNCERSEDEAECLTRCTANCTDPPGRASFLCATCGNQFCRVCWGREHNLQRNEGHDINVYITAFR
EPDGKDILCSVCDPPFSKAQVICLHCNKELFKMMELRKKLVKEIPKFARKIVRIYIFINNTRYMDILLLSLLHTTFRNPY
RLRCQTTRSETDLSDGDKVVYTEDEKDYKCTVRWVGKSQDNVSTIVGVEFDDPIGTGDGAYNGERKFFTVDNYAGFMEPL
YLIRESDYNPKSSVDALCEGGIICNGEHGNGEVWSDLEQDGNQDNDLVTDGVDFDPNQFVLDEELQIISEQFATDNLNSS
SLEDLALTPAPALVDVSNNPVAQTANKKPVPKPRKKTGENNHNNHFSLKIGDNVAYFHEENGTSTLCKAVVKWIGVLPDA
TDGQITVGVELDEAIGSGTGKYKAQRLFFSKMNHASLIPIEGLLKYEDVF*                             
>Lgig_154170                                                                    
MAENRNHGYDAIFEPEVDKKYTCPVCLAVLRDAVQTHCGHRFCEVCITNVIGTRRAARCPVDNTWFYCDGQLFEDIAIRR
EILSFAVKCYYFNEGCEWKGELRDYEEHIEECIYRPVECTHQCGASVLYLNLSEHLDICPRRPTICAHCQENIIHVDMTK
HQLLFCQKFPVSCTLCGKTGILRENIPTHVDTKTGDCPNTTILCCFQSVGCHFMDRRGLMSNHYSENMEEHLSLILSSGM
EMYKQMAGGRREIAKLREEMEPLQILVLSQKYKLEEQSQYLNSSRNENRRGCVHWTIPESDSDEDITSPFVYTSTPGYKI
NFALSFNAQSLGFNSSHTYLIAYIHNREDEEQIDFPVQIKYKITLYDQLSPKFSRSNFTSTIECDYERVPTNHLISYEVC
GTKKLLPTTSLFSSHYKKNRQIFMKIEEC*                                                  
>Lgig_157117                                                                    
MANCPVCLENFNRPTTCIPCGHMFCYECISNWRHTHFNSNVCPQCRCSIKQLQRVYLGDTDNLVLTQSQSSLTSFSSEKF
QWFRQQFDNLYFNINRFKEWRQRLNVDDEIFHDDNNDDDDEPSHTFLEDIQHFTERIRVLWRELQISQKCMILFGVFLLS
SLIIQDSQSSTGFLHGLILPILDIVVNFFTSLISTILFIFIRPLLCLWNILSELLIAVFEIVYSLFYAIFYAVWTILLIP
YAICCAIFNWFTNICYYFVETVIALLRLGIVCILVGMSYLFLVDLNQREEALNILLRKYQTIRSALPTKHQLRSHANNFQ
NLFVAFVHSLSQKVTEQNQFQPMPTVDN*                                                   
>Lgig_158127                                                                    
MAAESKTRFDKQSTISFTLPISCQICLGKVKQPVLCPNNHVFCGSCMEVWLSRNQQCPSCRVDINPGNPIQQIRGGLNHF
DEENERLNTNPQMRKARFELLYKEYEDEFERLEAEIQILKSENDVLRSQVKRENGYDKSKEFTHPSSVDGGQVLALTRKL
QDAQKQYDRLKQEANRNKQENNELKDENVNLNRENERLRLEIVSRSPHRYGRFTVATLESKVEGYEKEIKQLNKALERSD
KYIEDLQKQLELYGHKQPTDKPKLSKDYSDFNGSILDTKSEVDASKRRLFTGDGNFSQKSAYDKTDPVQFALDLYRNSTK
SINSENDVATASQIKDKAYPNPESPGQRKWKKSALSGNSPQKDRTPKKVQFDLKKENDSASSFDLDRPSPLTPSTYMGKL
SLLDKKSPSSARKNLNFAEFDRTSSSKSARNLELGSQESLDDTGQIKSELDELNISMTPELSDCMKLMNRAEKNVHVSKY
NEESVKSKGIANFVAPVGSLVPGMTFNTIMNEYPLSVYHLSCNNDVSLSENQAPESRHSVSLSSSNPNYLSSTTAQNDNY
QNQNFRNDGSRHMQINRDAQIGQVHLSASSSSFPFNPPLGSRSHPITSHLTSQQPSYHSLPLSSSMMLAYSQSNNTPLVS
QSNIPPLSNKQTDINQNFSTLGLSDMVRRGQDILKTMDLKHNDVRSLTPVVSAQPHSSYTSSVSQFQPILSTRAETKSNF
YDALISKSKVINGIEAPNFTKGNNFANLPKFDIPQSLIIPSPNLSAEFAADKQSNGSQPKPQNGTLHYQSKPSVDCQSKN
VPPPSLPSYQSSNQNLALANGFSKSLHLSAAKPPASIPPTTISSHFFSSTGFSSSDSLPSTNPESHASTSQQQPQKPTEL
FQNSSQMNGNQQQTSKSAKGDNSMNSLDFSGTGNSDSFRLEAPTGNYSYVSNDLSSRGSDSFLPEPKKRLFQTDDSLDIS
MSPIKTSRHY*                                                                     
>Lgig_163341                                                                    
MAVKLGPGWCDMARPPPLRWLRALGLKNHWSNGGRWFGLVWLDYLLSVGKLEDLNEESFVCLSLYGEKISRDHRMAPVLH
ATSRPFVMSGIDVSNFEEPLRERAVCPICQQILQKPMQLSCGHHVCLKCLKVVFQNNDSAICPVNDDDDCKNINRSKVFL
DVSVGKQVDKLVVTNPNIKSEFSADSRWNKTQRSSNDINSRILKNEQDLKDLKSVIISQYEQIESLDRKVSELTHKNNSL
EQDGLLKEEERVKNLTQIQNNDIGAVVSKDSRAVVSKDSRAVVSNDIGTVVSKFGTINRMAGPNYPIDANESRHYVKYRL
KRVARIVVRANVHVQGNQ*                                                             



>Lgig_164160                                                                    
MEKLDKTCSICLHDRKQPKILTCLHVYCCQCLLDYVNKSLKDGQFPCPLCRVQIQLPSGGVEEFKNLSEGDDVSGVDDVV
DAITETDDLSNMNDVASPAAELGLCDVCESQTSVNYRCKDCKQNICDSCKKIHSKIPVTKNHVIIDFVDGIEEEEISEHS
NHGNQSPVDPCPVHTSKLIEIYCVGCKTCVCLQCYVDESNRGVHNGHRILNLDNKDTQTKLRENLKCLNTNLQAQIDRLQ
KFSDHLTSKLSEIDICSEEACNKVDQQVQLISKLVQSRAEQIKTQINNTRHEERNKLEILRKEMEMSITELKSAIKDSLI
TLEGESVVKIVERNERNRNDEMKVKQKDLVVPDLQFPSFLPGSDVRDEVGRLVGECKNLKLQNFTLKFNTKTISRGSLDS
KIELFDFVDLVWCLSADCKDDGRLSMYMFLIKSKTEKEMKVKIKYSFTILNKVESKSRSKNFNTEEFSTRKGHGCGRSNL
INIKELKNPDDGFVDKDGNFSIRLSIQQV*                                                  
>Lgig_164579                                                                    
MGFDSEKFILNISEDKKCALCACVLDNPVKTPCDHIFCSGCILPWVVRRGKCPKDCQVLTPHDLDNLLPLRQTILDMVVK
CDFVERGCGVTFRLMDLVSHTQDCAFRPVTCENYGCGATLNAGDLVHHEADECMFRPVGICQKGCGQVLLQNNQDNHDCL
EALKLHINQQELRIGTLSEDLKRQNFKHEKREKGLLGKVTDLHNDLKNQAMKFENKLSECKQHLTRLSMVGMRLAWEKNV
KIKDPYCRCWPQLQTWDIESVDIKVIMLERDKKGSLGFNIMGGFTGMHTILKFLKTML*                     
>Lgig_167823                                                                    
MASLSTGSEYHLTCGLCCQDFDSPVTLKCLHSFCQSCIQSYIDKRSKEVEAEGCFLCPVCDEIIQSPCDTLPISRWAEKL
PSSQFLKCLADTITGKSSGDLCALCSDADNIVKATVWCQNCHDGLCDNCSVVHGKMKVTKTHGTVPISKVSEQERNKSGN
PICLSHPDHCIEFYCDQCCVTLCQTCAIVAHRKCKNIESVSKVARTSRSHLHQSLNEIKSHVIMAEKNLADLQIKTNQLE
ESKHRTDQAIKDYVNDIIKTIRQSESRLLEKCEKEYEITSGELITRQTTSKKTFTALRQVEKFIASVITMGSDTDILNNT
QLIEIQKHRLLNISSADINLPICVDVKFVENQKLSSVVETEVIGSIKPRSSYKLMRLETHLEGENKGDSSAIDLVIVTVN
NQCIPIVVDGTNNCIKLLSNPPRKITLRNPRRIEKLNNQTVIVTASKHVMFIDVIPQFQVSRMVETQSDYTGIAVIGTNR
LAASRSSFSGGCFIDVIDFSGTVLQKLVLKDLLDPSYLSATYSGNILISDCKSKAVTCLTHTGEILFTYRSDNGDKLKLP
YGVCSSIDECIYLADYNGARVLKLNKNGEYMEDCLTKSHGIDRPRGVAFDDNDYLYVCHCKGWINVFRIS*         
>Lgig_167929                                                                    
MSSSIEDALSCHICAEIFKDPVEFPCSHSLCHSCLEYLLESSVGTVLQCPECKDVVQERSIRKNELLASIVDFYWEMTAR
ADSDAKLMTGGQSGTRINQLIPQQNLRGASQGDAPKDSQSNSLSCDNPNPDQIDNNNSPDAKSAISKEQLHGFKDMAENG
SNRY*                                                                           
>Lgig_168764                                                                    
MSMHSSDSILYCERFHDYLGEDVLQVLKCGICLEFYDNPVVLPCGHTFCYNCLLQMGKHANRNKKVPVHDLTIGCPNCRC
PIFVVALLQRDVTLNYPIQSLIDGLKGRKNTKNKSKMVDEGTNTEKFFDTEEDSKKKSTIPFLTSGEFEKITRDFDRFTS
SLKGGSVINDAFFSIEKIRNQYSDTFAAESCSKAKKNPQNTCNKNKGMEKYVFQSKMPRDDVNIDPAIVSYSVCGSGQCT
SGFNLPKPNHVSIY*                                                                 
>Lgig_170883                                                                    
MEDDDVTYSSRHIEQLLQCSVCLDRFKIPKLLPCQHTYCQSPCLEQLINPRTRMIKCPECRADHLVPRGGTSAFPNNITV
MGFMDLPRLSLGEPRIPALNRNEGGVSSVKLSETDAYCKKSSGPSATETCSRYGGYSYGNDLGIDHPVVAQPPPRTTCSS
CFRSSRLSQCHHCQQQICDICIRQHMEQVKVEIERMIYRIKRGMPKISSAIDDIGAKGGQAQQRCESAKTEINEMFERLI
RDFKIRQRSLLDQIDTFLISELENLRSQQESFEVELASLASFCDSSESAVGHGSTTDGTELMQLHEQCEENCNITQNFEG
SHMRRIAVRQIDINADIETFSETIAAFGEIEISARPGSRGANIDNRSIGSRLASRLVDLARPTSSRYQSYTSRPSSRNMD
TDYGLSSALGTHSPLTQTHSPMTSSPTTERRRLLPSYLNRDPLNDSHRDLLASDSDNYDDRNTINTSRTNTAHQPRRRPR
REHHSDTRLGLVSGEEGILSRYRRRSLGGLSPPREEELFDDDVEGAGRNRPYSRNATAGDTTAPRPPSRLEVPPENSSST
SSQEDLSTRNSYQRPQRQRNNQPPSSSSSQNQGSGRSSNQAEPRNRYNQKGRAIVRFGSRGNGFDEFTWPRGVAVSPIDD
TIFIADSSNHRVQVFDSSGDYRRTFGSYGQEEGEFDCLAGITVNNLGQVIVSDRYNHRIQIFDHSFNFVTSFGEEGSLPG
QLCYPWGIACDNMGFIYVCDKENNRIQVFQSNGAFVRCFGEQGDDLGQLDNPQYVAVSPDNKVYVSDSSNHRIQVFSMYG
DFLFTFGDSGTGNGEVKYPRGIAIDEQGFVAVADSGNNRVQIFRPNGIYYSMFGSWGNENGQFKALEGLAILANGNIVVS
DRENHRIQIF*                                                                     
>Lgig_171133                                                                    
MARGLLPNLPGNINRPINPRYHHLPSTTPARDHQVSINMLDQPNLYTPNSPTGPPINIPRFDLQQQLASMHPMEERPRPP
SPPDEGPGVTGADGQLDWRLLINRLQNCGIFIILLFLKLMYDHRLGLLIFLALGGTFYYVNQRLVSSIHQFLVKESGNKG
NLVKLFGLIVYLAINISFVFYMFSGQALWKSLIFQTPNVADFDIWTLLWVVLINDYMIKFSTVILKCFITMLPNQLIKHK
RRGKYYMFIEYVSQCYRQLVPIIPWMHFLSDDQHSGKWFASFEVILYLLFKVNIVWMSIRDLQKAFQRFRVHNVFGGKPS
SEDIKQHGESCPIYFISVLIIGIWWYVVVSHHQKIKNSMVFGGKPSSEDIKQLCESGPIYFISILIVFGGKPSSEDIKQR
GESCPICQDELKDPVILSCKHIFCEDCVSVWFDRERTCPMCRAQITDYNPQFQDGATAMHLQWY*               
>Lgig_171720                                                                    
MPKGKPKKSALSVEEESPRYFLNPESVSRHLYCSICQEVFSEPQRAPCGHSYCKKCISQWLKSSKTCPEDRKPILPSSLH
HDFILENIIGDQMVACPYRYSGCEFVAQLERLTSHKKSCEFNPVNLPGFLRERNESATGTPDKVMTEPTTSEDISSPAKP
SLMMRLYRSGNDQKRLLKSMFEAKENMAQSADSEIVVLD*                                        
>Lgig_172809                                                                    
MHMFSQKYRLDKQPPARMNDAQRFTCAICLDSYKTPRILPCFHTFCEICLEKFIQQKVRNDSISCPICRTNIQVPAIGAK
GFSVNFYIPENDAQKEKDFCPKHSKEEISLFCADCDLFGCSKCECSLFHATQHITEYRKEYKTTLLQLQKDVQEYYRPND
DKRKRHMNTLVHSSKKAKLDIDKHVKAVVQKSQDMKDEIDRIVNLENDKYNYRIQYTGSKITELDAYSAMISNALKTDAL
INTSHIRNFLEKNEVYREFTSYSNQKLCFTPEERLLGDLSMSQSRVYKIPIILRENFVAEIFDAVENNKNIDCCIKVVKE
KKEENGKEYITIQLMLNGDDGFLDSLNGSISLSILNSSYKSLSKTVKEDVDDFKTPHVFAQIMQWWELDSLCFADDRGVI
VVKVKIINSQNMIE*                                                                 



>Lgig_181575                                                                    
MEDHFVCPICIEFAEDAVETTCCHNIYCHACITSIHKDECPTCRASKPKYKFEVSHLARRLIGGMEMTCPFGCGTVVPRS
EKKGHELTCINKPYHCPAMGCEFQGVREAFLQHMITEHASTILKNVDQLFEGAPLEAAEVEIDRIKTTVNFKKAYARLGE
TGKYYCSKALDGPRCTCCNGNCGPTNGCNCSSCMKLDVYVRKLPNNWFVNRDGAACRKGVT                   
>Lgig_185777                                                                    
MVQSTKRSKLFDKEEYSSSSEEEQSKISLSYKSSRTGKREGPEDSGATAIVEIDTELNMDPQAIFQRSLDVNKELKGKED
DKIYRGMNNYAQYYEKKDTAQGNAASGMVRKGPIRAPANLRATVRWDYQPDICKDYKETGFCGFGDSCKFLHDRSDYKHG
WQLEREMDEGRYGQHENENYEISSDEDELPFKCFICRKYFTDPIITKCKHYFCEKCALNHYRKSKRCFVCNEQTNGVFNP
AKELISKMKKQKEEEEDVENEVKETEHDDT*                                                 
>Lgig_198942                                                                    
MFGSILGVVRIQHFKGRVEAKEKLMLKRDDEYYKNAIQVVNMDSEQVGHIKRDLAETLTFILDNKLARLEGVAVMGYLYK
HAMRLEITLWGDLEKKEEAFSVLRSRGFTPKENSGETSSSQASSSHLSGCQESGHQVKTEMDKLFDSLEEGGKTAMAEPT
QAIRTPLYPHQKQALNWMICKENNEALPPFWEKGGHRYYNSLTGYTTSHRPSTVHGGILADDMGLGKTLEVISLILTNFH
DGQPLATPDVSQKHLSQHKVVTDNSKVVTDNSKVATDNSKVVTDNSKVVTDNSKVATNNGQVQTVADVLLDFLKPDSSND
FEVKSNEHEVKSLDPKSNDCEFKLKNKSEKKMLTDSDKNSNSAPCIDLTSQGAKHSDMVATDNGQVQTVADVFTTDKPRT
TLIICPLSVIYNWQCQLEEHVREDVKLKIYKFHGSHRTTDSKLLESQDVVISTYGTITAEFKGGNRLRKIHWLRIILDEG
HEIRNPDTLRALAITELKAERKWVITGTPIQNNLRDLYSLVNFLDISPLNQLSLWRKTIERPIFHGDESAITRVRALVAN
IGLRRTKNQQVNGKPLVELPARNVFIEKIKFSEEERQVYNDMETHGKRIIKGNGNHGLPDLRPYCHVTINMDGGDQPQDD
TTDLIDDETKQKLIDDLLAVLNSGSDEECSICLDSLKHPVITLCAHVYCRTCIENVIQQNNTMTTACPMCREEIKLGFWF
GVPEKQQPEIPVITDENWQSSSKVDALMKALVQQRIDDPTVKSIIVSQFTSLLTLIEVPLRLNGFKFARLDGKMTNKKRV
DNMEMFMDPSLDSPTIFLLSLKAGGVGLDLKAASRVFLMDPGWNPAVEEQCFDRCHRLGQKRDVNITKFLVEDSVEERML
ALQEKKQALMTGAFSKKKSADERQEDNINRIKMLFGF*                                          
>Lgig_199978                                                                    
MASRFSCSICLEDFTKPKLIDCHHTFCEKCLSDHIRNFSLNNRFPCPMCRRDIQVPEGGVSAFSSNFYLEDTLKEPSASP
NVIDKKIDGLDILKCDVCFGRQAIGDHELTPSARFKCKECQQFMCGDCKTTHDSFSGCFNHVVLSLEDLELFEESPGDSL
KREEKIFCPKHPKDLLEFFCRDCWISVCYKCSATVHNGHKIQEIDEGVKADAIKEVEDLKYQITYTKGNIEEYLNSLVFS
ISTLQISTHATCDKIDDHIAKMCQELKKKGEILKTD                                            
>Lgig_200149                                                                    
MASCDKIERLRERLLVCPICMDEYKDPRLLPCHHTVCFECIGNIVRSSSTTGRLFRCPQCRTDVFVPREGIESFPISFYI
LSVQDELGVKRYTSSCDICQHDWMQSQFKCIDCDLDICRFCIHQHRLFHHDSCRHGIIRIESISNSAYQSSTRTCPSHSD
EILQLYCSSCEKAVCITCSCEDHKTHDTMPMRKKLRQAQKQLQCELDSLIKQKQESATLIDEIQTSIDKVKESASKALDG
IQERHKHLQKILEKMVTVKKETLKNEERKNLLELNTFQTDLKSYFDQLENGVNFLEELQEGDMCLELLDDFENFQKSLTD
ERKQLIKKRLNVNQMSFTNGVDYQLGLLDFVALKFGSLTT                                        
>Lgig_204992                                                                    
MSSDTEKPSTSAEASGSGSNSAGPGEDDDKTAAYECNICLDTAHDAVVSMCGHLFCWPCLHQWLETRPHRQLCPVCKAGI
GKDKVIPIYGRGNPNPQDPREKLPPRPQGQRPEPETTGGFPGFGFGDAGFQFSFGIGAFPFGIFTSSFNMSDNRPGPPPP
GSAQHTEEQFLSRIFLWVAIIFIFWLIVA*                                                  
>Lgig_208992                                                                    
MAERLDGRSTLGNTSFPSSVGSSSGSEGYDHLQRVEGYDYEFVPPPDSKYECVICLLVLREPQQTKCGHRFCKVCIIKWL
RESNKTCPVDNAKIVESDLFADNFAKREIQNFNVRCPNKSQGCEKIVMLNLIQKHIEDCPFGLIPCSNNCSDILLRRDLN
HHLSSVCCYRQITCHSCSRRLTYNDLQKHEFDCPEIIVVCEKCDKQLLRKWKQHHENTECLKTVVNCMFQPLGCPQQMER
QTMEEHMEKGLSDHMKMLCSEVVQISRCLGLPTGQNYNPTDNGSISDFQSLKKENNLRDSSLAEHGQEISQLNDKFREYE
RINRDLKQRVKYLESCIDERDGRSCNGIYYWKIKDYSKLRREAQLGNMPAIHSPPFYSSFYGYKLCVRVNLNGVDSAKGS
FLSIFIHFLQGDFDDLLDWPFAGRIILSVIDQNSTADYRSHIVETLIAKPTLAAFQKPTTTRNHKGFGYMEFVPLHVLDK
GQFLKNDTLIIKAHVIPNS*                                                            
>Lgig_210287                                                                    
MAASNKERNFYPETTPQTSNSPVPAFQVETTFGASNFPPITTVRHNEDSDSEYYNYLSSTASTPPGTLATRNTVVDNLGI
APLSSLLQVPANPVQRNNSTTSSNRSLLIADKEDEILVFVEVPNKTLYCKLCQNIFHDPVIVACGHTYCKRCVKVNTENQ
CPVDNQKLSVVVANIAVSEQIGELFIHCKYGCHLAEDGVSYKLDLALCPVTVKIADRQEHESDCDYKPVDCPNKAGCPQL
LKKDLEDHLRSCNNVRCPHKKYGCDFVATQEELEEHLKHCKFESMKEFLQRSEEKMSDMQLTVLQKDQEIEFLRSMLGKL
AERLEMLEKSVDIKLELVEHNQSKIMNEVMDNRREYSTLAEQIALMNNRLDLGATAGAFDPISMFKCKGTCVGHQGPVWC
LCALGDFLYSGSSDKTVKVWDTSANFQCVKTLEGHTGIVLALCTYGKKLFSGSQDCNILVWDIDTFETIKCIAAHDNPVC
TLTSARNMIFSGSLKVIRVWDAYTYEMKQEITGLNHWVRALAATADYLYSGSYQTIKIWDLGTLECVRMLETSGGSVYSI
AITSHHILCGTYENCINVWDTNYVHTTTLNGHSGTVYALSALQTASGTKVFSASYDRSLRVWSMDNMICTQTLVRHTGSV
ACLAVSRGRIFSGAVDSTVKVIDIYIFYLNDI*                                               
>Lgig_211441                                                                    
MGYDIKRFLVPVNEGLFCGICRGVLEDPVQAPCEHAFCRVCIYEWLLTEHTCPEDRQVLLLHDLKPLFRYMKNDLNKLKI
KCRNSLKGCNYSCNLEFISAHTRECKFEIMTCPNMECSDSILKMDLHDHLKECRDKSKMCAKGCGIAVSNMDDREHNCIQ
ELRSAIEILRSEMVLQIENQKKEMENRLAIQREYMVKRESAMQAEITDLRNEISRISQKLKLLLDLEERRKADFDKMENE
RKELFEMLKNLQRQQRALNNCPNCQPTNNGKVTTI*                                            
>Lgig_216166                                                                    
MEMKREAEDKFSSDHDVDENREDFLCSCCFNLMTQPTSLMCGHNFCRGCLARWFLTSRKRECPTCRQKWQGHPKVNITLR



NMMYRLFKEEVKQLDIDLENDEETKSKLDDFDKKLQSKETESDPRAFCSGILLTLIAILVIYLAWYWRKSDQDLLIKKPL
WSWKPQDVSTWLTELTWAELYSQYVLQEKIDGTMLMGFDEESLKKKLHIDNNVHLKALLYAIQGMTETGVKFPTNLWEYK
ALYPGRSLFLLYGLKDFPRTTILYLYLFNYEEVFLPFVHYTTPSNESHYVIAEVKPATWQLITFIMYTILLPYWLVGKFS
WLYSDVHRWTSLFVMFSCFLLSFIEVSLFRSLLFNNENRIRSHVKMVISMGIFVILWPVVPRLICDFFFYAALYFSSVQL
CVQIKNNIVNNNL*                                                                  
>Lgig_218987                                                                    
MNSSQKFEEEFLSCGICYDIFKEPKVLPCLHTFCLTCLTSYISTTRILDNRTGFLCPTCRELIHPPRPSDSHWAKQFRDN
FYVKNLIDANSNQQVPGSVANQKLCESHNSPLQLYCVDCDKIVCVQCSVVSHRTCRQIIPVEVIATEKRAELMTYQSSLQ
NQISKIADSLTEAEREQQNLEFQKGVLSISIKKKGEEMSKLVALETAATLSRLDGAISASQVELQTDVDHKQTLMTKLGD
VSNSIVKLINTPDSYIFDNFDSVLKDRETVLE                                                
>Lgig_219611                                                                    
MGYDLHRFQGDVDEELICPICSCVLEEPLQAPQCEHAFCAGCIHEWLTRQPTCPVDRSPIMPNQLKPVPRILRNLLSRLM
IACDNVNYGCTTVVKLDTLQTHIQECEHNPKKPVTCESGCGLTIPKDELKDHNCVRELRSNMTTMQHKIQDMSSEMAEQK
LQLSEQKRDIQLLKEYLRSVRISNPRIREIQTTIENEDVLRWVSNLQTARVTRWGGMISTPDAVLQAVIKRALLDSGSPA
HIVNELMENAHERRWPTGLSTLETRQLNRRQYENYVTKRIPGKQAVAIMACENQHMPDDLIMEPGLVMIFAHGVE*    
>Lgig_223318                                                                    
MEETISELTKNLSSQKQREEALLNDLEVTGQAFEDMQEQNTRLLQQLREKDDANFKLMSERIKSNQIHKLLREEKDVLAE
QVATLQTQVEAQNLVVRKLEEKERILQNNLLTVEKELGFTQQAMEMQKRKAVESSQTAADLKLHLDKYQSQLKESQQAVS
EKTGSLEQEAFKYKRMQEEIAKLQRKLERSKKIEMAGAADEVLLEEIKEYKEQLTCPSCKVNKKDAVLTKCFHVFCLECL
KTRYETRQRKCPKCNAGFGANDFHRLYLS*                                                  
>Lgig_228391                                                                    
MASLNSDNSNKFPRNKKRESNGRGGSDNGNSRKPPPQKWRSAGDKRPRSRTSNTFDRQREEVVQSYQEEYGSMYGPKKGN
LNHLLNFSFAPREVDAFVGGNVKRTKTNRVRFDKKRFLQANCQFIVKDTGDYSLHTADPDILVDWNLVELVRLYSHNEPA
CPICMDTPVAAKVTRCGHIYCWSCILHLLSLEDGSWAECPICYSPVLAKDLRSAESVIIKSYKIGDIITMKLMKRECGTN
YSVPKDIWSDRQGKLHRYLEDINITKYMKLLAASASEILQHVVDREKTSLQTQLIDTEDSEVCFIETALAQLQEREKDLV
MQALVETSFNKFDKMAQRKGDTKTDDKIKATASLTGDIDRRVKTLSVGSTTSDEYPEITAGRFKTFSESSVSDIEGALES
CSDMPTSQSVPSDLGACAAEMIEDVTISEESYTEPEMSTDMMNTNIHKPKNKRVYVSKNGYHCFQAEDGQQIYIHNLNSR
CLTHEYGSLEQSPASITARIIDIRTMNMSEELRSRTKYLNHLPLSSEFQQVELDLKPPIVSRPTLDLFHSEIDRKKKSRI
RKEKSERQREKQISLEEDKRMGKYPELNISLKSEYQFPSHINSYNDHPVLSVQSQSVSVDSPVSPDITTPSPPDDRQSLS
FAQMLRNGPTKSPVQAWPKLQSKASSSPVVKEEKTTVYIDSDGEELEDYTPVPEFKQSFGNALQAALDSATAKSESKSAG
KQKDGKKKKNKKVKLLFSTSMSRGATE*                                                    
>Lgig_230513                                                                    
MDEKALNELLECSVCLDRLDHTSKVLPCQHTFCRRCLDEIILTKRELRCPECRAVVTIKVEDLPNNILLIRLLEGIKTSG
VVNKSESGTDTARYRDHVSSSSSASSTSQSQRQAVKQTKQPCAKAIYDYEAKENGDLALKKGDVVLLKRQLDENWYQGEL
NGKHGFFPANFVKVLVPLPQIPQCRALYDFDLKDEKEKDCLVFKKEDVLTIIRRVDENWLEGRKGDKIGIFPLTFVELNN
AAKSLVNSKISSSILQIGRQLPTASTTANQSSTLSSTLSSSLPQQKRHSFTLLSSNHSSSPSPTNPQRHSCELVSTGGYN
IVSTSTTTDTSSIIASNVVALPPQRSDSPENASPRSVSSPSQNTSSTSNLTTPVYISLYNYKSLKEDELELNKGEYYAVN
EKCQDGWFKGQCVKTGKSGVFPGNYVQMIRQPSAFKPINPNVMNVRATEQPSSPSRSNSTSSTTVSSSSSSSQTSSSPTT
TNNHKTSSPPMIPAPLPRTHKSSSSSVHQTSPPSVSVRSSSTHNVKKSRTVTDTTTHGVSAGANLVAIQHSLSASSNVTP
PNKVAGASGETSHLAVAHQKEKKEKKEKSSKTLVKFLGGKSKKSKSSSVSAHNTVEQIPSASGDSTVAHVRSRSYPSNSQ
GASVDHKKSSSFDSTLSSKPSRPKPLTREKFTCIAPYPPQSEHELDLQVGDVVYVHKKREDGWFKGTLQRNGKTGLFPGS
FVDKMD*                                                                         
>Lgig_232629                                                                    
MTEMLPCLIRVGENVKKYKLFILDKDEVTVGRSPDVTYCILSGMISRCHAFFRKSPDNTWTVSDNKSLNGIFVNDKRIEV
DKAVSLNDGDKLQLGVTNKEKKEEFIFRFSLSSRVKRSRKESEESNRPNHKRSRQDSIDGIKLTQKSPECDNHVSSSQPD
LESSSVNSPYKLYEQKMEEYKKQEEEKRKEYEEKLQSMKKMLEAKEFEQNEMRKALEKQKEEKLESEAKLKSALELQQEE
MEREKTELKQQMQDELEKQLKNKEQSLIEQLRVQQDTLISEKAKVEESLKQEMEKAIEQKNKQLENELTLQRDKLQKVID
SKELEQKVLENQLEETKAENIKTKEAMLCARGDVLNNFKDLMETELQCSICSELFVQSTSLNCSHSFCALCIEQWMAVKK
ECPICRSPITSHMRSIVLDSYIDKMVEQLDDELRQSRKELVDGRKEEYKKLQEKKKAEVPGGSGAGRGRGGRARRRGGGS
SGGNLNATPTTPSRRPIIISDEEEAGEVTDSDISNSSDNDSSDVEGDPDAYYGGYGRCYTCGRSGHWANGCPDNW*    
>Lgig_233213                                                                    
MATSLNKLKCPICCDSFKTPKVLPCGHTFCEDCIDVNVCEKTEKFLCLICGQRHKIAEGGAKMLTTNLVLITPKRTTTVT
DQPSSTEKPKCPNHSESEVDYYCTDCRLGMCSRCALNDHKDHETLDVNSEETRAMTTEQLERSRRVIRNKIKELESLQAT
LAETSVKLQTMCDEACAEVERRTENTIAELRERCNVKRQNNRFGR*                                  
>Lgig_235816                                                                    
MEQELKEELCCPICTDLFKSPLRLPCGHSYCQNCLRAMVKKPPARHPTGLSRWWHEDDDDEEVILNCPECRREFVLDDRG
VDRFQSDFKLSKLVDLYRKLDMIPLTDSEPEEDINTNKSEKTGSKMAEDAEPSCNLQVDCRATSVSTETCEVLSNVPTAL
CSETLLKQVNTDMPPDVHEPSALDHRSLSNPDSGTFTNCASASTEVVPQFHDNHFAEIGNRESRPNEKCLSLEARVPHGA
KARSSPQRLDSDATRPLVPQSGHYDNFTSSASRANYASPNFLRSNPNLTQDLLSRPDLTKGRIHASKSAGNLSQGQNPGL
DRYMRSHSDVASSSTTTHRSPSATTGLSSQSPSRQSSPRQGSQSPKFGSGNYDNVMDSATVSQILASGSDAMATAASCSN
TMATAASGTDTMATAASGTDTMATAASSAASGATNTSTNRVPYKRIGSSQSLSSSNSRSSKSANEQYDNLRKQSNASKGS
VSLGCSSKQTNSSSEDSKHKESEASDNEMRMTSSVQVTRRRRKKKRNKVASFFSALLFSDSSSSDDFSLSDSEEERKRQL



NRQKQRQKSLFYSSSSS*                                                              
>Lgig_235834                                                                    
MADDMEYALSCSICMELFNEPMLLPCAHSLCKACLDKLRKPQGKAASKTIDCPQCREKLDIGLNCENVKKNFQLASIIDI
YRLDSSRRQQLDVERPQHQHEQPPQIQQAQRMHQLQQTPQGAKPKLGFLAQLRQKQTQRQKKSKSCPPHTNPINSSEATA
NTEPLTYIQNVRASLRKTPDHTQDSQSDAKPVPRRSAPLPPIPKPRVCRTLEEEQLGETPPPLPPSRRSVGSLPSRVPPP
VFGSLPSRVPPPVPKRPSQVRGSSPSRSNESQSTQESEDTQEPSTEAQSPSSPDERPTNDHSPNIPISNTLERSSNAPDA
VSDQPNQTGPSVPDASPNSQEPNNLLNMSDVTLPEAHDHTEQVECSGVNDLGPECCTCERVPASQAIVQCQTCAMLFCST
CLGAFHPEPDSHHE                                                                  
>Lgig_236294                                                                    
MAITPETRRSFVTDVNHWSRELICNVCLEYFTNPHTLHCGHSFCLCCVKRLALTARDFNCTSKLSKIKFRCPTCRYGTSV
EPIIKQSVPVSYGLRDVVEGWKREKKQFCDENGVTDLRSIGTQTPSVYDATEVSEPDTFERLYPGVAYIKKAMDVTESDD
SSNDGATVMPKSSTSVETNSSSHNPESESEWENFNNLDQPEADQDQPEAAQENADNGLEILWSPGRVALTVFWFIYTITV
SVVANGFLPYMLLYTLMFVLILYTETVQRNTL*                                               
>Lgig_237082                                                                    
MPKSRKSSKKNGKQADKPENQWVHVEETPQPDSWEIVEDASLQEGEGPPKVEGQRGAEEPLKEAAPLDDSVSQEDVDDDL
IVILEDSCQQSLDLSLVTGKIPQESPKQESPSSEESPITSHEESPITSHEESPITSHEESPESELDKSSDFQIIDHSEDE
SSNETDLLLENEILETAKRNVSLKYSHIVRQSSPPTAEPSVQSTSALTCTGTPVPPVGKSLVAEKSLSMERQSSKEAALT
DKKQRSGQGAKPKTEIEGPRTIVPDKPVSPSQGKDVSVEVTETDETASSLEPTSQKTTQGAATDVWTGFVEKKSKKQKKK
EKKRQATVEATADDSDQTANPDSKDSEDQQITQKSEQEASSVQKEYFETFSKNKKQRDLATMSILLAKDQTIDDLQDEEE
DANTEDLCVEEAVANTEDLQNKGTFANTEDLKGKKSDAGTKGPKRSLEVVRESSVPEETESISGGSEETASVAGTEDSSD
RPDGDGGKDIDDQIVPKKVSKSARRRKKLKEKMAKVIENFSNPVLVMEKYEKTFGEDYIPPSKVLDTAVDSSITCPVCLE
LYYHPYRVEPCGHVFCELCLRKLTTRSCLDIPCPLCRKIIQSCQLDEELSHHITKSFPVKSAARNRAERKSKTKKNPLPR
MDMEPGKPVSIKDIHARGGILPLKVFIYKIRHVTVLESVI*                                       
>Lgig_237439                                                                    
MFKAAGTPEILRSHQKDDYYLTYLRTSIAETFQLLAGARKWIKWRRELDVMSDLGYFLLTTLSGNQTIGEEYVNIVQVDS
TRRHIPSLPRRALMALLHVVSPYILQKVLKNLETTLQTAPHRAEETEKMLKALRALQQCLIYLHRLHLGIFYLRGVFYHI
AKRITGVHYIKYMGNKSPSSDVSSVTFKYLAWLSLGQITFSAFIQLYHYYQSTMGSSIYKTHAFGSTTEKKRMGLIYRKC
SLCLEGIQSPTLAPCGHLFCWNCIHTWCQNKSECPMCRDKFQPHRLVFLKNL*                           
>Lgig_238291                                                                    
MAGRGRLPQTSRRKRPHPPVFGGTSSSFKDKDNDYACPICFEIIDEAHMTKCGHSFCFRCIKQSLERSNRCPKCYRSIEN
PAQIFPNFTLNDMILKYKEDKSAGKRNKCEQSTSKAQEEVGIGDVNNLLDLLVQKKHKLEADGKVVETFILKEFLQQIKE
RKEMKLKQIKSEIEVLESDITKVDDDISEYNQKYCPDHLVPSGFDVGRVFAEASDSTETNQDGFNGSKNVDKVLLQPSLA
SRRKKLSDHFNDLEQCYFSVRVKEVTGVDNGSNAGLEEFTESLSKFFRFSSCRPLATLNYSVDLYGASCIVSSIEFDRDC
DYFAIAGVTKKIKIYEYGVVIKDAVDIHYPMLEMMCNSKISCVTWSTYYKNVLASSDYEGTVTLWDVNTNKKTKKFQEHE
KRCWSVDFNGMDPKLIASASDDAKVKLWSTNNEHSIANIEANANVCCVKFNPQSRYHLAFGSADHNVHYYDLRNTKQALA
VFSEHKKAVSYVKFLNSTEIVSASTDSQLKLWDISHSFSKRTFEGHTNEKNFVGLATDGDYITCGSENHALYFYYKGLAK
ELMTFKFDSNLLEKDSRKPEDHKEFVSAVTWKPNSNVVVAANSQGTVKVIELV*                          
>Nvec_XP_001641984                                                              
MLRNFPQDLNSRCWRSDCFLKLGYPEIALRDIEIASAARPDLLRVLHRKARVLSRLTEDTEQVIILLLRSVKFESPVNEY
EEMAVDFTRESYSSEKSCLSPSSPEQEMSELNGTQSPKVDNGATKDCNDLFSENLENGDIRSPASNTEQLDDFECKLCFN
LLLEPVTSLCGHSFCRDCLYRSLDHRVECPCCRAPLTKILAERRQAVTSVLDGMIKDFFPVQYEKRKNLYAAEMEELRRG
IDGSGTIPIFICTLAFPTVQCPLHIFEPRYRLMIRRCVESGSRRFGMCTAGDDPSKPFATFGTMLKIKDVQYLQDGRSII
NTIGTRRFSVQSYNMKDGYYVAKVKWVKDDVEEDVEEKAEIQKATLTGFAMLQLWFNSLNEEQQKCITDAIGPMPNCDPN
MHVQQDGPEWVWWSLAALPLQDKPKLIILAMKSTIERLRSIQRFLMLMIQMQKRANPPKVST                  
>Nvec_XP_001641647                                                              
MSFRLFPNTGEKNVFKGINPMNMDSAKRETGTNQESKKKEHKMASVQRDDLDLGPTPDSPMMPGSNVNLFCPLCHEMFAN
PRLLPCLHTFCKRCLENLVPPRSHTLSCPSCRLDVALGERGINGFAPNFVVTTMIDVAAVRNHDQKPILCSSCEEKLPAA
ARCIECMDFLCYDCRNAHMRLRLTKTHRVVSIEELRSSSHPEDLLHRPIFCSDHGHEKLRYFCESCDQAICRECTMTTHS
TANHKYTQLTDTIDKQTNSIQTLVEKLRRKIPAVEQSTKDVEEVTCRLEARAEVAKSEVQKCFPRILKILQDREKSMMNE
VESVVRQKSNVLSMQQERLENELKRLSITCTFTEQVLRHGNSVEILVVKKQLCERLNELITAKFQGEPEENDIVYFVANQ
EDVVRAIEGLGQIKTSQAFPTMCAVADNVNRAFRGKKSLFSVQTRDHLGNPCSGGGEDVLVDVYSADGRTVPAEVEDNRN
GTYGVSYTPQSTGMHKVSVTVRDKHIQGSPFKVNVMNPGSDSFVKFGRKGSDIGEFNGIFGVAVDDEGRIIVTDCHNHRV
QVFNAQGAFMFQFGRKGEGSGQFQCPTGVGIDPEGRIVVCERLSPRIQIFDRDGMFQQKFHVPDLKASTLAVDENRRIIV
ADSANRCIHVISLDTGQSFKFGSFGDGNGELSYPCYVAVNPQGHIIVSDMHSHRIQIFDSRGRFLFNFGRKGSQDGELQR
PTGVAVMQNGHIIVADRDNHRIQVFSSDGRYFAKFGSKGEGDGQLNDPHGLALTPDGNICIADFRNNRVQVVPGGILLH 
>Nvec_XP_001641608                                                              
MADRVDRATGGYEAEFVEPLPEEYECPICQLAFRDPIQIEECGHRFCQSCLQELRRLQGSPVLCPMDRRPISSTKVFVDK
AARRAILGLGVKCWNWKRKCEWTGELSNIEEHAKNCAHEDVHCTNPECNEVMPRRSLQYHLVSKCKWRIVSCHFCTEMYT
YKDGKTHMKSCKRLPIECVNKCGAKDIPREEMPFHMSECPLAVHPCMYRDIGCPFKGRRDALEEHCKNAVHTHLNIACQK
IRENESRSLCTNGIFLWKISNYKHQYDQAVASPEELAIFSPPFYTSQYGYKLRLKAYLNGRDRGKGTHLSLYIIIMKGDY
DALLEWPFKQKITFYLIDQSEKQNHRTHLLSPNRSLPNIKVVFNRPTVKENLGIGNPCFVPNEVLESGEYVKDDVMFIKA
VVEPGSSKSQT                                                                     



>Nvec_XP_001641527                                                              
MQDEGFQTELFVEPLDPKYRCPVCGNALKHPVQTPCGHRFCEGCLEPILRGPSKCPVDGEELKIDGVFKDVCCRREILCL
ACYCPNRQLGCEWMKDLQYLEEHRANCEYKGVQCHNPGCQEKVAKRDLEAHLERCEFKPSDCQYCLQRIPAASMEDHLQT
CEKHPVVCPHCGAEGICRDELLHHQTNICEQAELPCSFAKHGCHFKGTREALETHFRDQASVHVNLLLTATQNEEKARSE
MAAKLSQMEKERAKQQEQMYEQREALAVANQNLRTYQGKLNVIERSVAEQRRELAELKERIQLQEVEAAIREQDRRLGMI
ENEASRGAAPSSGPGSMGGTMALERRQDRNEHQLALHDIQLAEHDLKLQMLEATSYDGTYIWKIDEYTRRYQEGVSGKTP
SIYSPPFYVGRYGYKACARVYPNGDGMGKGSHLSLFFVLMRGEFDALLPWPFRQKVTFKLLDQDRVHDIGDTFRPDPTSS
SFKRPTSNMNIASGCPLFISHTNLQTRAYVRDDTMFIKIAVDTTGLPPMGF                             
>Nvec_XP_001641447                                                              
MAKGVDEVLNCLRQMQKNLECSICLELLRNPHSTKCNHQYCWDCINQVLEKSSKKSKNKWFCPLCKTPVTRRSLTPNPKL
ANIVAAVKNLQDAVTCDIETPGKICLLHFLSGASDCHKKLLSSKTHVFIEPQDDHHPAVPAQIISNTNIRSSFPRTPDVS
KQTTTKRQQLHQRSKRKATKRTRKSTTLSSRPANANQPIAADLLEAINSISCREAGASPRDTQGCSRDTGTFQERECSLT
YGVQNNFQKAEDSESATESISLLYQLESHATKNSGKGVTKGSPLEAPRDQKALNNYSSPCHKAVTPDMKVINLGSPHNVY
DDDLDLSERVKLRRRNSAVTWTEKSPLTNTPSSRSKKNVNLSNETRRAKKSRRSDNSDSFLLFSRNSDDDKIDIKNSNIE
QANLKEQETCSELPISKETSKCMTQPSLSDSLTATTSNSASPSLLVKSSPLHKHTQKTLESEENCGPCLSHLDAIPPSYS
SPELSHTLMINPLAHTTINSMVKPKSKLDRANEPYPKAVNNRVGDFSSPSTEYSICSENKPSDLLDPEGEKVFTPVSPAG
TQDWNTLAHNIMPTPTTPCLFAESTEERESNKSSTTSEKPENSENKVRPGTNDLMTSGNESSSLQKKNEPPKRYEDNIVH
SESLNTQQSSDPQSMSLLHDIEEVELYDKESLPKLAPLDEASLNRTTVHCSAEDSVIPCCKVDDTKRKQSEEKKCSSPEQ
FESIGDIIPPTPPVIAKKHPQLKAKCAESCHQRVHPVTNTCDIDECKNEPFGENELVKTYNDTNSGSCKNSGDEMQNSRQ
RSSSNKGSLELDSNGLESTETQMKHFMNKEIMPDEVCQTKEPDLKRRRIEPVILDSDAGESDDDMLMKSVFLSKDEPAEK
RQDERENGICATTMGNHSRRSCSKGQKDPSDHSADNTPAYLMNRQQRSEECDFQYAVEKEEKYKHDKVITTETFHGKKHE
GVKESICRQEGNGNIQSTDKVRPTGDESGQVCLEKTGDEPRKSDLRNLAEIEKETQAHRHKEHGLLEDRDQTRQDQERSL
QGTEDETIQEQEHNLRGTEDKTMQGQEHNLRETEDKTMQDQEHNLRGTEDKIMHGQEHNLKGTQDKTIQSQKHNLRGTEN
KTMQGQEHNLRGTVDKTIQFQEHNLRGTVDKTIQFQEHNLRGTEDKTIQFQEHNLPYTGLSGTVDETVDEMEDLESVSQY
SQESEHLDADVPMATQDIADRKERVKTVEQEMAELRALLDRVEQEKQQVEDLESTQSQPEHMDIGSDEEDEQTSLSLTPP
PPLAQHKVTHTADLPSPLKSVSRFIRDATFNELDIDSADALRTTHCTPTSGEKPSREAASFGSHYNNRAKPKEHNAKNTA
RSLKDYFKQVKLDSVEGCADAKDTRRLESITSALALTAENSDTTGKPIPDLSTKKKNSKLAEKRDGNPSSKMDLTIDPTD
DETPRVRPRKRYPQVCLQNTPEITCPKDTGSDDEVIVSENTPPSSVSRHRSRSRSRLEIVSKKSPAVNVLCSSRIESPSQ
QSIPEESLKRSYVSNNPKSPLMESSKLPIKLIHDKSSPLVNSNSQNFVKQPPAIPSGKTVDVDVKEKSSLSRKDFENCNN
VTGKDRQPRAVSFVTTRLNRDLMGQTRKLAQMYGGRVASEFNKKTTHVIMATDERFRISKTSYTMKYLMGLALGKWIVSH
HWVTACIKAKALLPEDQYEVKGDHELGQSHIPRVARQARRKQRPLLLCNYNALCLDEFHGSVSKAQLYQLLHFCGANICS
STEELTGYQDQHPDVRSVLIIDKEDCQSLEAITGLARVLNIPAVTVEWVTDSIANFSAQDFEVYHVGSDVENAGWQL   
>Nvec_XP_001640836                                                              
MNHSFSGPTTRNASEYDEIRGTQVPASLPFINQYGGPQRLEEGYDEFFDPPLESKYECPICLLGLRDPVQTPCGHRFCFN
CIRRSIRDAGPKCPVDNTPLSERELYRDNFAKREMMSFIVWCRLKKERGCTWKGALKELEEHLKGCPCMDTNCPNECGAV
MQRKEVDKHCAEACPNRSVPCDHCKMKVTISKIEEHLKGCPCMDTNCPNECGAVMQRKEVDKHCAEACPNRSVPCDHCKM
KSSKEQASHGPQEHTPHEAELRREALFQSANMQREVDMLGSRGDEYRQFLAYLERKVEDVKTSSDRRIAELTHKLMRLET
REIELEGRVCNGTFIWKLDNFRQCREGSIAGLTAAIHSPPFYTSMYGYKMCLRMNLNGVDGGLGEHVSLFIHMMQGDWDG
ILEWPFIGRITLSILDQSDQIDSRRPISETLVAKPNLLAFQRPTSPRNHKGYGYVEFCPIDQLTEGQYIKNNSILVRIQI
SR                                                                              
>Nvec_XP_001639745                                                              
MICGICRKSSATSNPKLLPCLHSFCFGCLEEKFDQQQQQEQKQNSTTSSSSASSSPLQRLKCPTCGQEFLVPPKGIAGFL
DNQFMLESLGRQTRKKESTDRECTSCEDKSPATSYCLDCSDWLCDACVQAHQRVRVTKDHTVQTMEEYLSSSASNGDDQR
PIFCSVHPHEPLKLFCGNCEKLTCRDCQLLEHKDHKYQFIRESAVSYREYLRSQLNRLYEQAQPLTESIKDVEKAARGLQ
EREDVITSEIHKATETLIKAVKQRESVLLTELK                                               
>Nvec_XP_001639374                                                              
MASGSSISSQSSIEKVREELTCSVCLEQFREPKMLPCFHTFCKECLEKTKQSFRGNLLCPTCRTKTSVTEHEMIQKLPNN
FIVNRVLDALGAENSGELKYPNLGPNLKSFCINHKEKELDLYCRDCQICVCTICFATAHQGHHLQNVELAMEEGKAKIKK
QLLESQNRAELIGEARGVLEYKQDKFEKRFQDCKQQINKTLSQVIKAVSQKAEEMIEQLEKAHKTRQKALDCQQEDLRLQ
ELKLNGAQTFAEQIIASSSGVEVLSSQKQVTEKLKDLNTSNGLGFIDKVNDFFEVHFDVSDALECISNARVEESSISPGE
TQLALKNTPVEGKPVVLTIATSSEGYVCFNPADRVIKVQITNPSNIDTRLDAKPKEIDYEAVFTPTEPGFYDIDVYIWDR
KAWALPKKIFVSRNYMDTHQVQFGFGTHGTGSYSRIGELAVIDSTNSQVHVYGCFGELARSFGKVGREIGEFYYPSGISV
DEKNRFIIADSGNNRIQVLNSVGDFLLVFGSSGPEKLKSPESAIFTKDHFIVADTGNNVLKVFSADGSYKETIKLLNGEE
FQSPCHVTSDPNGFLVICERGSHRLKVLSPDMNLITVLGMAGRLPGQLFYPECSVVTSDGAIAVADYGNNRIQVFF    
>Nvec_XP_001639004                                                              
MDSTMYIITGDAPDDFICNVCGTVMLVPVVMPNCGHSCCSSCAKRVNRKCPECREEFGATAELRENISLKRIIRRLQAKC
KRCPFNGELGLVLDHLCPERETECTNPSCNVKVKRSALSSHLQVCPQKMTECAECQKRMPRALLERHSQYECFQRMVQCV
LCTENVKRDGLNLHLTNCEERSRTCGVPGCHFHGNQEQMLRHRVSYASGHVELYRTYAERLAHAIAKKSTPSVEKLPLRV
ETFLWCTEAFKEKAASACAGQPLTSPTYRSEAGEKWRLVLFVKPYKLYAQLQSSVAPLNVNIR                 
>Nvec_XP_001637978                                                              
MPGYEVRFVVPLDKSFECPVCLMALRDPVQVTPCGHRVCQTCIKPIIRNRRPRCPLDNLTLNVGKIFPDNACHRQILSMD
ILCPHHGDGCEWQGTISDLEKHLERGCNLSEVRCPKDCGASVERGKLEGHYPECSRRLVNCTHCNKEVVFADMNVHLQSC



ASFPISCPLTCGAKDLTKEALAVHLNQECPLLVIPCRFAEAGCTFKAKRQKMAAHVQESLTSHVAMLCDLVCEQKLQISA
QKERLLLQKEHIQLQIVECRSRCANGEFIWKIQCFSRKLMDAKTGRASEPMISEAFYTSPHGYKMCAGVWLNGIGTGRGR
YISVGLQVQSGEFDSILKWPLYPRYTFTLLDQSEDTKTKRDVVATFEPQSISRPSADRQLGKGARRFVLQDEVCGTTYCK
DNTIFIKFSVSLKPAPSGFFKV                                                          
>Nvec_XP_001637865                                                              
MDKTNIEERLQKEVECPICLERFKDPRVLPCLHTFCYECLVGLASRYKTEGKWPCPQCKMVVQVSPAEVSSLKVNFLMNT
LLSGAKPQCQMCTSQDHAKGGCTDCGELVCEACIASHKRMRATQHHHIASLDEVLNGGFIMKQPLYCLKHKGEVIKLFCD
TCDCLICKDCLIVDH                                                                 
>Nvec_XP_001637864                                                              
MDKTNIEERLQKEVECPICLERFKDPRVLPCLHTFCYECLVGLASRYKTEGKWPCPQCKMVVQVSPAEVSSLKVNFLMNT
LLSVVTNDSKSAKPHCQMCTSQDHAKGGCTDCGELVCEACIASHKRMRATQHHHIASLDEVLNGGFIMKQPLYCLKHKGE
VIKLFCDTCDCLICKDCLIVDHKGHDYNFTDFVADREKKIIKAMRKVELKKHSMNEVVDQFIDKQITVLQNLRIRLKTEI
QLVFQKDSNQLTAKEIDLTARIEHVCGGVD                                                  
>Nvec_XP_001634699                                                              
MADSETTPINVSDVTCSLCLEQYQDPRVLACLHTYCRHCLESLVEHSKECTVSCPQCREKIEISVEEVKCLKVDFMLIDL
IEKMSVDQENKGDISITCETCQSDVATGRCDDCCEFMCEFCITCHRRLLRTKQHKIKGIKEVKGTLSCKSHYCPHHREEK
LTLFCDTCDELICRDCVIKAHQTHKYDFTSNIIDREKELIKYKIEEVKSKQVDLSQAHANVLSEKARIEAQRKSLTSEID
EFIDAKVSLLEEMRSNLKDEVFSDYEKRNKQLDSQEDHLSISIANCNSCVKFAERVCQAGPGNEVEVLSLKREVLSRLSD
LANTTIQDVLFERMLNTFKVDEDFWESVTEKASLKSEVIVDPQQCVVTMGKGSEPGIIYSTFAQQLIYFYVAVNDSKKQR
YDAPVSVEAYVRMTSHEPDKVTPLIFRKLQFFPFGAYEFTYTPPDDGDYELSVKVNGENVRGSPFKWSVRPESDLVKMFE
KPSKSLLLLKKEHVSWRVKLLRASFDSELGVDHKSSEGRQIWGQSCIKTLMANEPNYNFNFKWKDGDVFGVYLSRDKQSA
RMIINYERTDRRNIFMGINFPVCLYTHGQWYPQFEK                                            
>Nvec_XP_001634058                                                              
MGYDIERFVGAVNEGLLCCICRDVLEEPLMAPCEHSYCSACVLGWLTHYNTCPEDRQSLWPSDLKPIFRYMKNDLDSLKI
HCDHQSKGCKSVVRLGSLARHLKEECDFVAVACPNTGCNESLNRCDLDTHLIICDFQTAKCTRGCGLQVNMNELAQHNCI
NELRGSMEKQKSDFQTELRDMKRDMEDKLDAQRVEMVYKESTLQNQIEELKVQVSELVRETRLLKARETQRWSLSKAEQA
EYRDIMEWLKGLKYQDDITEKYCGTCNKRFLHIRKEPLTSLREQVGMGYAQGS                           
>Nvec_XP_001633328                                                              
MATSTPQEKDEKDVTCLLCLDIFTDPRLLPCLHTYCKKCLEDLVSQCQKKGEIYCPQCRHEVKVSSCITCAQVSNLKINT
VANDIIAALALTSEENADSPPGCETCDANAHAWGRCEECYQLMCEACIASHRRIRVTKHQHIESMEEIRNKGTLRSSVPQ
FCHIHEGERIKLFCDTCDELICQECTIDNHREHK                                              
>Nvec_XP_001633306                                                              
MADPSPVPSGYDSEFVIAVAEEYTCRICHLPLRVPVQTKCGHRFCKECLDEASRRKSRAECPMDREPLDLKKDVFLDKAA
ERTILSFLVKCPCKGCKWEAELRDLEAHARNCDYELVTCSNPMCSAQLPRMDVDEHLLVECDWRLIVCEYCGDESPYCLQ
KAHARNCDYKLVTCSNPMCSAQLPRMDVDEHLLVECDWRLIVCEYCGDESPYCLQKDHSNQCDKFPVLCPNDCGTQITRE
KLRDHQSEECQFAVVPCAFRDFGCEVEIQNRLMDQHLDTNIQSHLNMTCNQLLLSRDSGAQFHELQQGLGRVNELLKMRF
VWRIPDFADSLRQAKLGLKVRLDSEPFFTEKNGYKLRATLYPNGTMSGKNTHISAFVSINRGEYDGILAWPFTRVIKITL
LDQKENVLQRRNVEKTIIPNPSLENFHRPKTVSNNGRGSATFVSHEKLWTENYVVDGTLFMQVEVSSG            
>Nvec_XP_001632728                                                              
MASVSGLNQTALFNSNPTVLNKKEAGGFEADFVCTIPPDYQCPICQLPFRDPVQTRDCGHRFCESCLEPILRKPPAFCPI
DRRCISRDKVYPDKACKRTVLSLTVKCPNHVTDCEWVGELGNLPSNSSNSYEVLVKVHIEACKRVPIKCVNNCGRTDIAR
EEMAVHIDVDGDCPLATVPCKYSDVGCKTKVKRIEMEKHLQDSMASHLDMAHIRIRELEQRQEKICTNGKFLWKISNYTQ
LFQQSATKKEKEKLCSPPFYTGQYGYKLRAEAFLNGLGQGKGTHLSLYVVIMKGDYDSVLPWPFQQRVDFILIDQDDDFT
SRQNKTWRLTCDRNSDYFGRPNKAKSLGFGCPKFVSQETLKSRNFVRDNTVFIMIEVEPLDM                  
>Nvec_XP_001632340                                                              
MEGELTCPICLELFQRPVVLPCSHNLCTRCARRILEPRGSSKAWADWVTENKGPNYKSHLEPDVKCPSCRRKIPVDPRGV
DALPRNLILENVIERFKEERAVPGRQAQQPVLCQFCEDVAPQTATCTCKQCGFSYCGTCFDACHPMKGPLASHTLGPPDD
KAPKPKNTSNMMCPDHPHERMALYCYGCRSAVCYLCKEAGSHRAHHVELLEKVFRKTKVRVTRSLGTLMRRNTATQKLVD
TLEGMCAVAKKSGNDVESHVKKECDALLAIVEKKKAELLDNVNSEYNEKLAELHETILECDKTLQQSLGLVEFSQEALKE
DNPVTFLQQMMNVYLNGKLQTPDTRPGGPSFAGVSGTFSPALSVYGTSAQMTLIPGLQSPSTPPGIPVINLEDCSIDNTK
ISFAWVPPEQCNVDCYIMEVDILDREGDIHQERTFTKVYQGPRNKFTLRGLEYNVTVVARVKAVNTAGEGEPSEEISLST
EKGLYFQLDPSTANHELEMSPDDCTVALKSPMYTFILGNVKLSSGRHYWRVHVDEFSSPNQLSIIGVGIARGIIDDPILG
EDSHSYAVQINEHPTTTCINTKNRIQIKRSSAEMTNSNVGVLLNLDDHLLNIYFNGKSVPNGPTFHGITQAFYPALSLYG
MNVKLTVHTGEAFDT                                                                 
>Nvec_XP_001629813                                                              
MPGHKSFFVPAVRENLLCRICHLPVRNAVQVSVCGHRFCDSCLNHALGETRLRCPVDNTAIDYSQVYADDVTNQMIMSLT
VICDYYQAGCKWKGQLRKLQGHLAECKFVSADCSNSCGARIQKRRMSEHTSKDCPKRRVCCARCKAEMSYEQLRVSLRYR
NEGALVSDHVTCPRNCGERMRVQDKARHMREDCLNRWVFCQYCNTEIVFRDRQTHHQSCPSFPLSCPNNCGVAQIPRGEV
ELHLSRDCRSNIMQCPFRHVGCHKQFPQRSLQRHIEESVQQHLELVSELAIQQQKEINSLKEIVRHCKPYHDSKLLWRID
DFWEAFDEGKRKPGTELHSPVFYTSNYGYKFKVVLFPYGNGSGEGTHLSLYIRLLPGEYDSLLPWPFEGQITLTLLDQST
DKRAKRHISQSFSPDPNWKSFQRPSKNSTSLGFGYPQFVSHRGLESIGYVRDDVLFLKVTIDCKNAVDL           
>Nvec_XP_001629454                                                              



MEYIIKCPVCLETFDDPRVLPCQHSFCKKCVTGVAKARRGLVVCPQCRRESWLPRKGVKGYPSNIFIKNVRRRHHVLVLP
GDVMHDNADREKYYRKCRTHPEEDLKYHCDKCQCKVCWDCTVLAHTGHNVQPLDDAVKEYCGLVKSLVSEARGCYSKLDP
VLD                                                                             
>Nvec_XP_001629152                                                              
MLPTKFVIQPSESLKCSHCRDLINDPVISTQCGHTFCRLCSAENNKCPIDKTALTSSDFVSNLAVKAQVEDLLIFCRHGL
TRTDSEESFEIDDGGCPERITIGRRSEHEESCLYAVVPCPNSSNQCGTFRRRDLEEHLKVCNRYRCHFNGKGCDFVGTKD
DIKRHYEICEYRNGDAKQKSMNQIEFDSLVHSNDELRSTVKVLSERVSWLEKNQDAMVTQVEQCNRGHRGAIWSLVSKGH
RLFSGGSDGIKVWNMENVRMARCISSLDGHSSDIHTMCVGGGRLFSAGSDQTIIAWSLDTLKQHAKVEKAHDNIICAIVY
NGRYVFTSSHSCIKVWEPSTLELVHTINGLHHWVRALALDEKREKLISGSHNVIHIWDTSGSFALRRKIDHTHGSVYSIT
VTKQFIIVGTYNQNIHVFDVNGLQHVKALTTHFGTVTGLVVSGRLLFSASYDTTVQVWNLDTMLPMQTLSRHEASVNCVV
VHKDLLLSGSEDTEIKESRKLRTRDLRVVSSQSRPIFTRDLLVVSSQSRPIFTRDLRVVSSQSRPIFTRDLRVVSSQSRP
IFTRDLRVVSSQSRPIFTRDLRVVSCQVCLHLSWSNCSSIALYSDRYARDIVNYAEAYVNEIG                 
>Nvec_XP_001628919                                                              
MTSSVVNGGQVYELSKHLNCSLCHRLIRGPKLLPCLHSFCLACLEDLVTENDVGFNCPQCHTEAKVSKAALRGLPTNFFL
DNMLDIALMNSSDSKPVPCTNCDLNATANSRCLDCGEFLCVDCYNVHKRIRQTKEHRIMTISELLASNTEEILSRVAYCN
THTTEPLKYYCESCNLAACRDCLIIEHREHKYNYIKDAKKVKKQKATLENLLEGTVVQIPLVEKAAADIRHMHDMLHGKL
ATVKSEIRETSLRLIKVIKDREQTLLAEADEIYESKSTVLEKQRENLELQLMRLKTASEFSQQVMKFANEVEFLSLKEPI
IERLNTLCESHPVTRPRENEILKYDVDLIDSETTVARALGKVKTYVPQSSGVPANNHDITNGNKVDKSNPAGTLGDVISV
EIKDVRGTLVYPEIVHLDERQACVRYTPTSEGILDLNVFSRGELLSGFPIEITYVRGRAVSLSDPVPRGRNAKQAFVGSG
SRFGRLSDPQDVAVDKNGHVIVCDSKNHRIQ                                                 
>Nvec_XP_001628483                                                              
MEPISEILKDVSWSRVTCALCKEIYTDPRVTPCLHTFCRGCLEVLASRNPYSSQIQCPICEAEVNKPDGLDHFEAYPPNI
YVGRLLEIYSAKFGVTRKDKCGKCDKINELNSYCVECSVFMCEDCLVSIHNSPTINHKVIKVGGFTDKQLQDLWRRPVAC
LHDLGDGSPVELLCRHCDRCICRICSVTPKKGHASVTVLRDEAEEASQLINKAIDRVTKQIDDIRVGKLQILQRLEDLDK
QVETVKREVHFGIDKIIKLLKQHEQEMFAHLDGVRDVKKENLNYQSKAFEASLVQAQSASDFVRPLLQRNIPAEVVTLRA
HIIGRLQQLSEMTMDARPIETACVGYLPNKDVLRHLHSSPLGYISSSNTDLLASSANGDGLYEVAVGEEAVFTVTTRDMK
GNVCYSSIDILDVQITGEDGTNVECVVHNKEDGLYDVLYAPKTPGKYTVVVLVGGKDIKGSPFSVPVTPPVLVPVKSFGS
QTGRKGNFTHPHGVAVSETGEIAVSDTQKNCVHVFDAEGRKVMDIGGYGTDDGQLNYPAGVAFDKGNKNLIVADRDNHRV
QLFNRKNGKLVKKFGVNGKTNGQFNRPNGIFVDQNGRMIITDWHNHRVQVFNSEGRFQFAFGSSPQDQLKHPRDAIYHEP
AEKFFVSDTGHNVLKVYDKKGKFLRTIGKPGNKKGELFSPRGLAIDKKGRLIVCDFDNHRLQFFSVKDGTVLNSFGSKGM
HLGQFMNPMGVALLGEDQLIVTDWRNDRIQVFSFESQHLIVLLSLVRLDKMREPGHYVLLWTNMLTKSC           
>Nvec_XP_001628334                                                              
MSKALRQVTFADDLVSEFRVKTQLDHHLLCPVCKKRYVSPLLLPCLHSICKSCLDDNRVAPKNGKIPRCPSCPQPLDLTR
EYPVNFVLNNLVNTAALGDNSHHLISCDSCDANGEIVSMRCDDCFQFLCNFCATAHRRMSATRTHNLTSVHKLRNQTFTS
ISRPCFCALHAGNQIMYLCVTCTEPVCRECVVSKHQEHKLEKPEKISKDLRFHLGNMSDKLKRKRKDVNDSVNVIYEAIT
KLEKHYQTVRSSIEDYFETLVLAVKRRMKSLLAELDSRSESKLDKLRTEKVRLEACLRGAQGSCEFAETVLSEGNDLEVV
SVTHMLNERIAGLYQDLKDSPTEFDDKDDIMFTANDDGILERLDKSGDLVDNRIPTDPSLSKISPNALHVTSGQVSQFEL
TAVNQKGLNQSKGGDELRVVLAYSSGRGSIDNSGFRYNVTDHNNGSYTVNFVVTKPDSYKMHVLLDGGAVESSPLVLTVT
PKDWIGSGCIIRGEDWDDVRSACRVHPLDDVHSTCRVHPLDDVHSTCRVHPIDDVRSTCRVHPIDDVRSACRVHPLDDVH
STCRVHPLDDVRSACRVHPLDDVHSTCRVHPIDDARSVRYVNTTVFPHGLSCRFVKSFGIAGGGDGCFNLPHGVATDPSD
NIYVADSGNSRLQIFTPEGYYMRKVVSDQLNRPWGVAITPRGQIVTTDYNNHKVFVFHRNGKLDFCFGSRGDGDGEFNNP
AGITIDSDGQFVVADRSNHRVQIFQPDGTFVTKFGGKGTGDGLMRFPTGVAVDKAGHLYVADTFNNRIQVFSLAAV    
>Nvec_XP_001626092                                                              
MTTVRSSSGPSHSTPTITITPPVRQVKVLPWIRETVQADKATETTKSTDIRHGDMRATETAQPSDIGKQSSLRHDVMRAT
ETAKPSDIGKQSSLRHDVMRATETAKPSNDPEEIASTPHSKSVIYEDATHRETGSQDDIRQQLACGICHALLRDARVLPC
LHTYCRRCIEDIILHRQSVRAHCPSCNREIPLDSYRTAKELPRDAVAIALQDELALRDGGVMICDVCDESEPESRAVCRC
RECALYLCGIHEEGHKRDKHIKDHALLSTENLRSVSIKELYRPAFCEFHPSEKLMLFCDTCNKNLCRNCALQDPHRGHQC
HFVNEAFSRVHPRLSNLLLETKQLYARVEDALPVIESMMTRVDRAANTARHDLDASIDEQIRALETRREYLRERVEAVRV
MRNTSLGVQRENMRRARDRLRDSFRVARTVLDQADPVYLLSIKDVIADRLRDLMNESYEFYPREDHQLLYTADESDITSA
IQDYGHLETGYACHVTSSAKGEGLHIAQTKREAVFTVTARYRDGRTFSCKDTDLQIDITNPRGDRIEAGITEKQQGRYHV
TYTPTLVGQYQIAVNIRSFPVSGSPFTINVPYDKARDYSQLDIPQLTFGTSGSNSGQFKSVRGITVDLTNRIIVSDRDNA
RVQVFDASGNFLFQFGRKGGAASEFKCGPCDVAVDSAGRVIACDWSGDGVLVFDSRGNFVSRLRPFEEGDGLGQFCRLAV
DHHDRVLVSDYHNRKVHVFARDDGSQVTCYTAVTDEGDGLLNAPSGITVNSKGEVIVALANSGVLQVLDSDMNLIRQFAI
NEKGTNGNLFTTDALACDASDNILAIDGYNDYILVLGQDGSVLARCAMGNLNSPCGIAVDAMGRVVISDASENVKIF   
>Nvec_XP_001625990                                                              
MTSASRRLEDEVTCSICIEHFNDPRVLPCLHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVPSLKVNFMINSII
SVLPLLTSEDSKKKPSCESCDSGEPAQGRCNECDHFVCEQCISAHKRLRLLQHHTLLSLDEIKSGKLLSKSKTSYCTKHE
GEVLKLFCESCKEVICRDCTVVDHKNHDYLFTSDVIAREKEEILGRAKKVASKLTDIEQAMALVEETQQHLEENKRATRR
DLDAFIDKQIGTLEKMRSDLKGGIESACQKHDKQLTAQRETLSMRLASARSSLEFAERMCRDANDVDVLSIRNEVLSQLS
SL                                                                              
>Nvec_XP_001625988                                                              
MTSASRRLEDEVTCSICIEHFNDPRVLPCLHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVPSLKVNFMINSII



SVLPLLTSEDSKKKPVCESCDSGEPAQGRCNECDHFVCEQCISAHKRFRPVQHHTILSLDEIKSGKLLAMSKASFCTKHK
GKKLKLFCESCKEVICRDCTVVDHKNHDYLFTSDVIAREKEEILGRAKKVASKITDIEQAMALVEEAQHHLEENKRATRR
DLDQFIDKQIGTL                                                                   
>Nvec_XP_001625983                                                              
MTSASRRLEDEVTCSICIEHFNDPRVLPCFHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVPSLKVNFMINSII
SVLPLLTSEDSKKKPVCESCDSGEPAQGRCNECDHFVCEQCISAHKRFRPVQHHTILSLDEIKSGKLLAMSKASFCTKHK
GKKLKLFCESCKEVICRDCTVVDHKNH                                                     
>Nvec_XP_001625981                                                              
MTSASRRLEDEVTCSICIEHFNDPRVLPCFHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVPSLKVNFMINSII
SVLPLLTSEDSKKKPACESCDSGEPAQGRCNECDHFVCEQCISAHKRFQPVQHHTILSLDEIKSGKLLAMSKASFCTKHK
GEKLKLFCESCKEVICRDCTVVDHKNHDYFFTSDVIAREKDEILGRAKKVASKLTDIEQAMALVEEAQHHLEENKRATRR
DLDAFIDKQIGTLEKMRSDLRGEIESACQKQEKQLTAQRETLSMRLASARSSLEFAERMCRDANDVNVLSIRNEVLSQLS
NL                                                                              
>Nvec_XP_001625338                                                              
MATSASRRLEDEVTCSICIEHLNDPRVLPCLHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVPSLKVNFMINSI
LSVLPLLTSEDSKKKPACESCDSGEPAQGRCNECDHFVCEQCISAHKRFRPVQHHTILSFDEIKSGKLLAMSKASFCTKH
KGEKLKLFCESCKEVICRDCTVVDHKNHDYLFTSEKVIAREKKEILGRAKKVASKLTDIEQAMALVEEAQQHLEENKRAT
RRDLDAFIDKQIGTLEKMRSDLKEGIESACQKHEKQLTAQRE                                      
>Nvec_XP_001625222                                                              
MATSASRRLEDEVTCSLCIEHFNDPRVLPCLHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVSSLKVNFMINSI
ISVLPLLTSEDSKKKTVCQMCDSGEPAQGRCNECDHFVCEQCISAHKRLRPLQHHTILSLDEIKSGKLLAMSKTPYCTKH
KGKKLKLFCESCKEVICRDCTVVDHQNH                                                    
>Nvec_XP_001625218                                                              
FFLEEMATSASRRLEDEVTCSICIEHFNDPRVLPCLHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVLSLKVNF
MINSIISVLPLLTSEDSKKKTVCQMCDSGEPAQGRCNECDHFVCEQCISAHKRLRPLQHHTILSLDEIKSGKLLAMSKTS
YCTKHKGKKLKLFCESCKEVICRDCTVVDHKNHDYRFTSDVIAREKEEILERAKKVTSKLTDIEQAMALVEKAQQHLDEN
KRAARRDLDQFIDKQIGALEKMRSDLRGEIESACQKQEKQLTAQRENLSMRLASARSSLEFAERMCREANDVDVLSIRNE
VLSQLSSLAEKPVDQQPCTEGQVRLVVDNEYWGSFSKKISVDEHTGKFSNTIVS                          
>Nvec_XP_001625215                                                              
MATSASRRLEDEVTCSICIEHFNDPRVLPCLHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVSSLKVNFMINSI
ISVLPLFTSEDSKKKTVCQMCDSGEPAQGRCNECDHFVCEQCISAHKRFRPLQHHTILSLDEIKSGKLLAMSKTSYCTKH
KGEKLKLFCESCKEVICRDCTVVDHKNH                                                    
>Nvec_XP_001625093                                                              
MTSASRRLEDEVTCSICIEHFNDPRVLPCFHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVPSLKVNFMINSII
SVLLLTSEDSKKKPACESCDSGEPAQGRCNECDHFVCEQCISTHKRFRPVQHHTILSFDEIKSGKLLAMSKASFCTKHKG
KKLKLFCESCKEVICRDCTVVDHKNH                                                      
>Nvec_XP_001625088                                                              
MATSASRRLEDEVTCSLCIEHFNDPRVLPCFHSFCRHCLEELAVHSEGKGKLVCPLCKAEFQISPADVPSLKVNFMINST
LSVLLLTSEDSKKKPACESCDSGEPAQGRCNECDHFVCEQCISAHKRFQPVQHHTILSFDEIKSGKLLAMSEASFCTKHK
DEKLKLFCESCKEVICRDCTVVDHKNHDYLFTSDVIAREKEEILGRAKKVASKITNIEQAMALVEEAQQHLEENKRAARR
DLDAFIDKQIGTPEKVRSDLRGEIESACQKQEKQLTAQRETLSMRLASARSSLEFAERMCRDANDVNVLSIRNEVLSQLS
SL                                                                              
>Nvec_XP_001625086                                                              
MATSASRRLEDEVTCSLCIEHFNDPRVLPCFHSFCRLCLEELAVHSEGRGKLACPLCKAEFQISQADVPSLKVNFMINSI
LSVLLLTSEDSKKPVCESCDSGEPAQGRCNECDHFVCEQCISIHKRFRPVQHHTILSLDEIKSGKLLAMSKASFCTKHKG
EKLKLFCESCKEVICRDCTVVDHKNHDYLFTSDVIAQEKEEILGRAKKVASKLTDIEQAMALVEE               
>Nvec_XP_001625083                                                              
MTSASRRLEDEVTCSICIEHFNDPRVLPCFHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVPSLKVNFMINSIL
SVLPLLTSDDSKKKPACESCDSGEPAQGRCNECDHFVCEQCISTHKRFRPVQHHTILSLDEIKSGKLLAMSKASFCTKHK
GEKLKLFCESCKEVIWRDCTVVDHKNHDYLFTSDVIAREKEEILGRAKKVASKLTDIEQAMALVEEAQHHLEE       
>Nvec_XP_001624921                                                              
MATSASRRLEDEVTCSICIEHFNDPRVLPCFHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVSSLKVNFMINSI
ISVLPLFTSEDSKKKTVCQMCDSGEPAQGRCNECDHFVCEQCISAHKRLQPLQHHTILSLDEIKSGKLLAMSKTPYCTKH
KGEKLKLFCESCKEVICLDCTVVDHKDH                                                    
>Nvec_XP_001624670                                                              
MATSASRRLEDEVTCSICIEHFNDPRVLPCFHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVPSLKVNFMINSI
ISVLPLLTSEDSKKKPACESCDSGEPAQGRCNECDHFVCEQCISAHKRLRLLQHHTLLSLDEIKSGKLLSKSKTSFCTKH
KGKKLKLFCESCKEVICRDCTVVDHKNHDYLFTSDVIAGEKEEILGSAKKVASKITDIEQAMALVKETQQHLDENKRAAR
RDLDQFIDKQIGALEKMRSDLRGEIESACQKQEKQLTAQRENLSMRLASARSSLEFAERMCREANDVDVLSIR       
>Nvec_XP_001624668                                                              
MATSASRRLEDEVTCSICIEHFNDPRVLPCFHSFCRHCLEELAVHSEGRGKLVCPLCKAEFKISPADVSSLKVNFMINSI
ISVLPLFTSEDSKKKTVCQMCDSGEPAQGRCNECDHFVCEQCISAHKRLRPLQHHTILSLDEIKSGKLLAMSKTSYCTKH



KGEKLKLFCESCKEVICRDCTVVDHKNH                                                    
>Nvec_XP_001624605                                                              
MADDAAETANAEKPTCTFFKKSNRSKNVRKRKAESSGSEDEGQTVVIRKEKKTGFNPMIQKTEGFAKEKGQDEEEKIHVD
FKSTRSAMSAGPTDAGATATYELDTDFDRDAQALYEKKLQVNKELMEKEVDEKVYKGLNNYMQFYEKRDTAQGNAASGMV
RQGPIRAPKNLRATIRWDYQPDICKDYKETGFCGFGDSCKFLHDRSDYKHGWQLEREWEHGKPDSADPHQYEIDSDNEDN
LPFACIMCRKTFKNPVVTKCLHYFCEACALQHYKKNSKCFVCGVQTYGVFNPAKDIIKKMKENNVEEGVETSHAESGEDN
E                                                                               
>Nvec_XP_001623334                                                              
MACNIIDELKNNLKCSICGDVLSQPKTLPCLHHYCAKCIDPWIKTCSDQGINSTCPECRSPFKPGDVKENFSLNKMLDLS
ESLEKLSTSESGNNNDLCDNCFGSEKIAYFCYDCECLVCKTCLERHGGHSTTSKDGALAETKIATEDKVKKMEKVLFDYR
FLLDKSNFELQQHSQHIEAVRKNAVESITSAIIKLKDFQTEVESKTKEVKDSEQFRYRSLKDDISPKAVQLQSYITHLKR
LLLKNSAGEFLKERSAIAKLGEDLLSQPEPQASPIHQMVLYRPSPTPNTAQLIGQFSVHQVKRPDAENEDKKPSLGPKTS
TETYSLPNRPIVPFRLIRGTDQVVKNGVTTNINTQLQSTAGMSEYENISFEARAPPSSLMFGSPDANGPYYMKSLIRERV
NCRWWVLAAIVIWYLSKKCHVGTYPKYTGQVSKGNKYLLRINIPHIRCLLARTDSHLVFKGLALLSLLMDRLGPSSLHHR
YLDICMVQKMAKFYKDPVCVAGGFVEFHSSFYPRIRATVARGHDLLRGGGMGESLIIRCLLSDCAHAGVASLLIHTIKEE
INQSLQTRGGDKWFMGSQLISLMQTVYKLPPGAGREADLVPETEREEGARGQADLVPETEREEGARGQGDLVPETERVMS
ALNCLRFILLRDKDDRCVGYTSVLRMLLSVSGARRCEKLGANPTMASSMCRVHIGAFDARQCFGYSSTSVWANLKMIQKE
FLEPLGEAVDHTRMNYRKELHDKEHNKGSTERTREDSEINFSVNTPDGESISMMPREQQCEALKSGLHALDMMECILSHI
RDITSSRRLETKKVTKTSGNESVVKVDNIWGSAS                                              
>Nvec_XP_001623072                                                              
MATSASRRLEDEVTCSLCIEHFNDPRVLPCLHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVPSLKVNFMINSI
ISVLPLLTSDDSKKKPACESCDSGEPAQGRCNECDHFVCEQCISAHKNIKTLQHHTILSLDEIKSGKLLAMSKTSYCTKH
KDKKLKLFCESCKEVICRDCTVVDHKNH                                                    
>Nvec_XP_001623025                                                              
MATSASRRLQDEVTCSICIEHFDDPRVLPCLHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQVICHKIHPLGITLSVSSV
SRLIRDFEPLQHHTILSLDEIKSGKLLAMSKTSYCTKHKGKKLKLFCESCKEVICRDCTVVDHKN               
>Nvec_XP_001622716                                                              
MATSASRRLEDEVTCSLCIEHFNDPRVLPCLHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVSSLKVNFMINSI
ISVLPLLTSEDSKKKTVCQMCDSGDPAQGRCNECDHFVCEQCISAHKRFRPLQHHTILSLDEIKSGKLLAMSKASFCTKH
EGEVLKLFCESCKEVICRDCTVVDHKNHDYLFTSDVIAREKEEILERAKKVTSKITDIEQAMALVEKAQQHLDENKLITR
RNLDQFIDKQIGALEKMRSDLRGGIESACQKQEKQLTAQRENLSMRLASARSSLEFAERMCREANDVDVLSIRNEVLSQL
>Nvec_XP_001622715                                                              
MATSASRRLEDEVTCSLCIEHFNDPRVLPCLHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVPSLKVNFMINSI
ISVLPLLTSEDSKKKPVCESCDSGEPAQGRCNECDHFVCEQCISAHKNIKTLQHHTILSLDEIKSGKLLAMSKTSYCTKH
KDKKLKLFCESCKEVICRDCTVVDH                                                       
>Nvec_XP_001622356                                                              
MADSETKPKDVSDVTCSLCLGQYQDPRVLACLHTYCRHCLESLVEHSKECTVSCPQCREKIEISVEEVKSLKVDFMLIDL
IEKMSVDQENKGDISITCETCQSDVATGRCDDCCEFMCEFCITCHRRLLRTKQHKIKGIKEVKGTLSCKSHYCPHHREEK
LTLFCDTCDELICRDCVIKAHQTHKYDFTSNIIDQEKELIKYKIEEVKFKQVDLSQAHANVFSEKARIEAQRKSLTSEID
EFIDVKVSLLEEMRLNLKDEVFSDYEKRNKQLDSQEDHLSISIANCNSCVKFAERVCQAGPGNEVEVLSLKREVLSRLSD
LANTTIQDVLFERMLNTFKVDKYFWESVTKKASLKSEVLVDPKQCVVTMGKGSEPGIIYSTFAQQLIPFSVAVNDSNKKR
YYAQVSVEAYVRKTSPKPDKVTPLIGNKPQCFSFPNYEFKYMPPDDGDYELSVKVNGENVRGSPFKWSVRPESDLVKMFK
KPSKSLLLLKKGHVAWRVKLLRASSGSELGVDHKSSEGQQIWGQSCFKKLLPEPNYYYGNNYKWEDGDVFGVYLSRDAQN
TRMIINNERTERRNIFSGINFPVCLYTHGYMGLYLNINRIRYWLVPLCPVGMKFTLGAHVI                   
>Nvec_XP_001622021                                                              
MATSASRRLEDEVTCSICKEHFNDPRVLPCFHSFCRHCLEELAVHSEGRGKLVCPLCKAGFQISPADVSSLKVNFMINSI
ISVLSLFTSEDSKKKTVCQMCDSGEPAQGRCNECDHFVCEQCISAHKRLRPLQHHTILSLDEIKSGKLLAMSKTSYCTKH
KGKKLKLFCESCKEVICRDCTVVDHKNHDYLFTSDVIAREKEEILERAKKVTSKLTGIEQAMALLEKAQQHLDENKRAAR
RDLDQFIDKQIGALEKMRSDLRGEIESACQKQEKQL                                            
>Nvec_XP_001622015                                                              
MTTVRSSSGPSHSTPTITITPPVRQVKVLPWIRETVQADKATETTKSTDIRHGDMRATETAQPSDIGKQSSLRHDFMRAT
ETAKPLNDPEGIASTPHSKSVIYEDATHRETGSQDDIRQQLACGICHALLRDARVLPCLHTYCRRCIEDIILHRQSVRAH
CPSCNREIPLDSYCTAKELPRDAVAIALQDELALRDGGVMICDVCDESEPESRAVCRCRECALYLCGIHEEGHKRDKHMK
DHALLSTENLRSVSIKELYRPTFCEFHPSEKLMLFCDTCNKNLCRNCALQDPHRGHQCHFVNEAFSRVHPRLSNLLLETK
QLYARVEDALPVIESMMTRVDRAANTARHDLDASIDEQIRALETRREYLRERVEAVRVMRNMSLGVQRENMRRARDRLRD
SCRVARTVLDQADPVYLLPIKDVIANRLRDLMNESYEFYPREDHQLLYTADESDITSAIQDYGHLETGYACHVTSSAEGE
GLHTAQTKREAAFTVTARHRDGRTFSCKDTDLQIEITNPRGDRIEAGITEKQQGRYHVTYTPTLVGQYQIAVNIRSFPVS
GSPFTINVPYKARDYSQLDIPQLTFGTSGSNSGQFKSVRGITVDLTNRIIVSDRDNARVQVFDASGNFLFQFGRKGGAAR
EFKCGPCDVAVDSAGRVIACDWSGDGVLVFDSRGNFVSRLRPFEEGDGLGQFCRLAVDHHDRVLVSDYHNRKVHVFARDD
GSQVTCYTAVTDEGDGLLNAPSGITVNSKGEVIVALANSGVLQVLDSDMNLIRQFAINEKGTNGNLFTTDALACDASDNI
LAIDSYNDYILVLGQDGSVLARCAMGNLNSPCGIAVDAMGRVVISDASENVKIF                          
>Nvec_XP_001621753                                                              



MATSASRRLEDEVTCSLCIEHFNDPRVLPCLHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVPSLKVNFMINSI
ISVLPLLTSEDSKKKPVCESCDSGEPAQGRCNECDHFVCEQCISAHKNIKTLQHHTILSLDEIKSGKLLAMSKTSYCTKH
KGKKLKLFCESCKEVICRDCTVVDHKNHDYLFTSDVIAREKEEILERAKKVTSKLTDIEQAMALVEKAQQHLDENKRAAR
RDLDQFIDKQIGALEKMRSDLRGEIESACQKQEKQL                                            
>Nvec_XP_001621433                                                              
MTSASRRLEDEVTCSICIEHFNDPRVLPCFHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQISPADVPSLKVNFMINSII
SVLPLLTSEDSKKKPVCESCDSGEPAQGRCNECDHFVCEQCISAHKRFQPVQHHTILSLDEIKSGKLLAMSKASFCTKHK
GEKLKLFCESCKEVICRDCTVVDHKN                                                      
>Nvec_XP_001620606                                                              
MAESEEKVGDVKDVTCCLCLEQYQDPRVLACLHTYCRHCLESLVEHSKECTVSCPQCREKIEISVDEVEELKVNFMLKDL
IENMLLDQENKVNISISCETCPTDHASGRCVDCSEFMCDFCIESHRRLFRTRQHTIISLQEATAKSTTSCKSHYCQHHKE
EKLILLCDTCDKLICRDCVINGHRDHKYDFTSNIIDREKELIKDKIEEVKSKQADLSQALANVLNEKARIEVQRKSLTSE
IDDFINAQISTLERMHTNLKDEVISDYENINKHLASQEDYLSISIENCNSCVKFAERVCQTGPGNKVEVLSLKKEVLSRL
SNLANSTIQDVLFERMLNTFKIDEDFWRSLSKKAFLERKVTADPQQCIVSMGTGAEPGTVYSMFAQQRTNISVAVKDSKK
KHYNAPVSVEACVQKTSPEPGEATPLSVIKQPYGTYGSTYIPHEDGDYKLSVTVNGEHVRGSPFKLRVRPKGDLVKMLEK
PSDSLLLSEYEHVAFRFKLLQVEWLSNIGVAHDLRNGQQVWGCSPERKYVANKEKTSSITSWKDNDVFDVYLGREEQGVR
MVICNKRTRERDVFEGIHFPVQLYSYGRWRPQFG                                              
>Nvec_XP_001619224                                                              
MDKTNIVERLQKEVECPICLERFKDPRVLPCLHTFCYECLVGLASRYKTEGKWPCPQCKMVVQVSPAEVSSLKVNFLMNT
LLSVVTNGSKSAKPHCQMCTSQDHAKGGCTDCGELVCEACIASHKRMRATQHHHIASLDEVLNGGFIIKQPLYCLKHKGE
VIKLFCDTCDCLICKDCLIVDHKGHDYNFTDFVADREKKIIKAMRKVELKKHSMNEVVDQFIDKQITVLQNLRIRLKTEI
QLVFQKDSNQLTAKEIDLTARIEHVCGGVD                                                  
>Nvec_XP_001642018                                                              
MFYCRNIIKCYTALFLELSLYELHRTPQEAITDGTEISISPRSLHSELMCPICLDMLKNTMTTKECLHRFCQECIITALR
SGNKECPTCRKKLVSKRSLRPDPNFDALIAKIYPDREEYEAHQEKVLQRLSKHHNQQALTSSIEEGLKLQAMNRAQRVRK
RSSEEQGHAPIAATAEGSTTPTNRKRQKANSDESDASENTFDSTGEASNEASENVSEIELVFKPHPKDHDPETVAQQTRY
IKTTANASVDHLAKYLAIRLSLESKQEGSPNSQDKAPEVPSYTIYIASTPGQFTQLSGSMLLEHVNEKYWKVNKPLEMYY
AQDKPS                                                                          
>Nvec_XP_001640896                                                              
MESPDAMHAAFLTKSCRICGKYSGRSSSNRFWKTNDEFVKSKIYQIYGINIEKDNQLIHPEQVCHTCYSHLDKRNVRKLF
TWGPHSLQCKICEIFAAKRQGGRPPKKGVGRGRPKGKSQNEQSNTATTIQSIPKEMIPDVLINEMPETERFVSPPDFVFC
AICKEVLTQPIATPCDHYFCVLCICEWLDQTYNKSGCPVCKASISSNVLHKIQRVLGNTLASCQVLCRSCKEPHRLDTLP
AHEAICTTYIAQPATTTVREILNAGKDTPLSQVEDRICTQLMKRKLSISQSLPVLLFTGGTPLKICHVPRPRTNSASASS
KTVQRSASVVETLRQQISGGERDDILRQKKAEMQRMGQEERETIAQETGLKIEVPEGQGLAMKADIGIPWNKLRELKSVN
APRGAYKDFVRPSTRDIEETLRNHV                                                       
>Nvec_XP_001640457                                                              
MAEMAECGPYAGEGFDLDQFIIPPNDELICAICHMVVNEPVLTSCGHSYCKYCIEKWCNGKEVVTCPVDNEQLKPSQIFP
DKKTDRIVLSLEVKCTNNPCRWKGELRQKQKHLKICSHKAVKCILEGCNVKVPRILMEKHTNTCGWRLLHCKPCNLSYPK
KDEETVQHKDDCPLAFLPCRFSEIGCTFKGRESARDEHCESAVQTHLHIACETIRDNKEQISDLHKELDKVRQELQTKSC
DHMKEVNAIREKHDEAIRDNKGQIEALSKEHGIASNTIHENKEQLDTLKKELGIASETIRKNRDQIAKLSTACKTQYTDG
TFVWRICNYKDKYKKAVAFATNQEVKGGNSDSDDDISMAGDIMVSLPFYTSRYGYKMRLKAYPNGYGDGKGTHLSLSIRI
MKGEYDAILEWPFRRKITLSLINQSEQWRSETVEIYPDDATPDKKHKFERPIENENVGCGYSCFISHMELNSGDYIKDDV
IFIEAVIT                                                                        
>Nvec_XP_001640385                                                              
MPETERFVCPPDFVFCAICKEVLTQPIATPCDHYFCVLCICEWLDQTYNKSGCPVCKASIS                   
>Nvec_XP_001640299                                                              
MGFDIERFLDPVEDDFKCGICFGVLEDPLVTTCGHVFCSQCLVHWIAENGTCPLTCEQLAIDDLKKIPPLTRLISLLNIR
CCNFQRGCPAILRIESIQTHQRKCQYAEGLTSGGKIMDNSDSPELSVQVVVCEKGCGLPLLFHDCTEHDCLKALQTHIAS
LQVKLTKVEHDKEQLSEKTTSREETLQDRILNLENELHSYQTQALNVERQLREYRSQIGYFQKLFEIRGEKVSFVEVFLE
RIDGSLGFNIMGGSEVISLKTAGGGGIVVSKIAEGGPASKPDGLQVHDRIIKVRVRCWF                     
>Nvec_XP_001640159                                                              
MEAESSEYDDDEDDCGDDYYTNNFGEDDGIDFDREEDPEFFSFSLVPPEEAKQMFDTITAKASKEMQISTSIARLLLIAH
KWNLDKLLERHRIDPVGLMIECRVMPKKTLKCMPSRPTYCPVCFQRMPRTVTISLPCGHFFCDSCWSAHFASQLQIGVSS
GIECMNCNLLVGETVVLNVLKGGKLREKFINFLFNDQIKTFSKLRWCPGINCGFLVRAEEPAAKRVICSKCNTMFCFSCG
EKYHAPTDCATIRKWLTKCEDDSETANYITANTKDCPECGSCIEKNGGCNHMQCIKCKHDFCWMCMGTWKSHGSEYYECS
RYKSNPNIANESAGIQAREALKKYLFYFERWQNHADSLKKEAETQRKINQKIQEKVNNNIGTWIDWQYLLNATSLLAKCR
YTLMYTYPYAYFIENGRKKLFEYQQAQLEVEIENLSWKLERDDSYSRGDFENQMDIAEKRRQTLLKDFSAN         
>Nvec_XP_001640067                                                              
MSGVIHNSMEGSRSRSFETINSKARMETTFGSSAYAPVTTIKRVEADHYIYDTTLERNSASLTCVSATSADRDVDSGTAC
SEKGNFDISSLKKHHRTSSTISARSLHSISTTADEEEEEIILFVDKPSPKLFCPLCRRVFKDPVITSCGHTFCQACIMAR
GVEKCPLDDNKLSIVVANLAVAEQIGELYIHCKYGCRIRANGGGVVEHEVDSSGCPMKTKIINRREHEKNCQYAPTQCPN
SLQCPALLKMDLPEHLKTCEHSRCPHQAYGCQFEGNNEQVRSHLETCKFEAVKEFLKHTDSKVGELHSALREKDQEISYL



KNMIVKLTERVDRMEKTVDIRIDLLDESQTKLSSDLLDSREIVTTLQNDLSTVESRLWGVGTFDIQPLFKCKGTFVGHTG
PVWALCVHGELLFSGSSDKTIKVWDTLTTYKCVKTLEGHTGIVLALCTHDKKLFSGSADCVINIWSIETLELLDSIHGHE
NPVCTLVTKRNILFSGSLKKIKVWNLDTLELVREMTGLNHWVRALVACDSYLYSGSYQTIKLWDLDTLECVRVLQTSGGS
VYSLAVTKEYIICGTYENCIQVWDVNTHKLIETLNGHVGTVYALVVLSAPGQTRLFSASYDRSLRVWNLETFTCLQTLLR
HQGSVSTLALSKGRIFSGAVDSTVKVWQ                                                    
>Nvec_XP_001639156                                                              
MGWNERGKYGIHHGRTLRYNERLPYFLGSNTPSEFLMKHSGDKRGFSDPKAASFLNEAYGIDDGLDIVCGLVVPNASFER
IHPIPLYSLGKRKRWLLPELVKERMMESPNDNEDDSDEEELGVCITERHVHFSHSLDCNCLSVATGKGKRGNVFKPKKTY
STKRDLNRGGVGDRLLCYEVCSATPSQSWPNYIERKFYKRWDMELGRNRDKASCKVRKNKGNRWGGYSEREIRGMAGDSG
YCSFKKKTRKQKCKEQKGIMRKKTFDLFTKRMHTPKQDRHATKFDLGSYIESVLNSKNIDNEADGQFLEDETPKRKSFKP
YEKGCAIYMETKGKSELVPAQSKPEFYEPELKTSAVINIRTQDLDPSRLQETWSELYTEGGSFPRKFVIDVKPLLSKELQ
GDRICKVLFETEVGPNKDHNSSSVITSIVTGSLDTLDDVNNNIKTDFVSTLALQKYQEGMELEDVIKIVVASASRLLPSC
KAAIRGSKCDSKSLQSLDIFNELHGWKYKVFSVSEANEKLQQDLVKQAKIRSGIDTRDWFMVSKECGICFGDFRENKMTA
LMSCGHSFCTECWEFYLKSQISRGEGDIGCPGYNCDVTLDNVTIMSLTPSWYPKFLKRKLNRALEMTSSWRWCPGKNCRQ
VVNGTELSPNSSAWSVLCKCGGIWCFKCGSQAHWPASCVEARKFYRIAGNYEKLLINERKELINSVMVKNCPSCHYPIEK
HLGCNFMTCVMCKTNFCWICLIDFKDHDRCLKEQSLKEVELTNEGTTTARFEGFLEIVRRNTFYRLPKNIGGKVKRLKLL
AAGVNSYKHIAPIINPPCRNPIEIEKLMEKIIANNVLKVMEEGLQFSYQAHLAVEGAAKKAAVCKNKGASVVHSMSQLEF
IADRIDELCIQPIELCEKDKRAWLSRLIQLGKGYMCNMVKVCEK                                    
>Nvec_XP_001638900                                                              
MGYGLNKFVGKIDQNLLCNICVGVLENAITTICGHSFCESCLETWLSRPEVQSCPSCRSHVLSLDLIPVHAIRGLVDGLL
VHCENADNGCDIVTRMDNMKSHLESCPYGLVQCKACEVKVKRIDLQTHHENCE                           
>Nvec_XP_001637459                                                              
CPVCESVIHGSGEELNAHVESCLRKRGEASDEVNGQTSSFEEYEWAGQTRIRATSLLEGGFKASGFQTGIKRKINEEDDA
DLNIDGDDSEEFGKPQYSESDVIPCSADEPGEDRARQALRGAVLSCENSPASRNTDTPPRTRWSEDERVAFSNNDRFNLF
PFSASDPGVVINSLKSKVKDLEKQSVTEKVKCLICMEPYTVPLVSISCWHVHCEECWLRTLGAKKLCPQCNMITSPNDLR
KIYL                                                                            
>Nvec_XP_001636467                                                              
MSLDSVELNELLECSVCLERLDHTSKVLPCQHTFCRRCLKEIQAAKKELRCPECRILVDQEVDELPSNILLVRILEGLNR
KRPNSSDQRTTKPCARVLYDFEPREQGDLALCKGDFVYLLRQVDENWFEGQVNGCQGFLPSNYVEVISALPCLDDDYNDP
VAKALYDFDGGEEQDILPFKQGDVISVIRKVDENWCEGKLNNKCGIFPINFVEV                          
>Nvec_XP_001636201                                                              
MEENSVESLSELFRCFICMERLQDARLCPHCSKLCCFLCIRRWLTEQRPQCPHCRASVHLHELVHCRWVEEVTQQIDSLQ
LTVPSKAREDADKDSSSYVNIIHSVHSQKKKKKKIDRGGHFVLE                                    
>Nvec_XP_001635869                                                              
MGYSVQQFIEKVDPNLLCGICAEVLERAVLTPCGHSFCGVCLETWMNAKLGENEKCPASCPSCRADLYQGDTIPVLALRG
IVDGLIVHCPNADNGCKLVLKLEGVEGHLKSCSHAPVQCCGCSAFLKRGELAEHHNTC                      
>Nvec_XP_001635840                                                              
MAEFGAHLNQNASSERPTIFEVIAQESMTSVLRPAVNYALKIIASSRPDRLGWLWRYGEELYTALDLMVQNYFLRKYGGS
FSEHFYGLKRAPCEASHPWTLPVRTTSITARTILSDKQRYLSLLALVVVPYLRLKMDQYFNRLKEENLHANTAYSPRRQA
LVLHIKKILLSVYPFLHCVWESTFLGYQMLYMFSRCDSHSPLVHWIGLKLQRLSKEDILAQVVHKDIFFPFVGKKWKDLI
ISLPLAIPNILAKMLANGLPLLVFFLKFMEWWYSSENSQTVTMVTQLPIPPPPPKPKPAEYGLSLPSHPAQCPLCAKVRT
NPTALSTCGYVFCYPCIYRYLGQHGCCPVTHLPSTQQQLVRIYVSDDM                                
>Nvec_XP_001635446                                                              
MATKKREKAEKTLSGVINDECSCPVCLEDFLEPKSLPNCAHNVCRKCLEGMATDSESKEIRCPVCRKESTLPEDGINGLP
TNCLIVKLLEATPGRIERLEIRRCIGAVKEEIESVSRDERKLEIQKQERLERAAVIKTDITRAADRLVEIIRKQEQELIR
KVNGLLEKDIELLGYENRKQECKRVRLDLERYVSTAESILKENSSVALVEMRDKVIANGKTLQNNAKGIYTVEPHSSILL
ARFEETDCFEIFSGFGRIKTGTESDEENPPTNGRYSVVGNFRNSIDCRLAAPESFDLSLPVFQFATITQTLTAGSLGLEV
LSPLAITSHWSRNEIAVAEPENNRILVLNTQGRLKRRVCGAAPYSGVAFSGDGELITVFGAKDLVFIDPQNGKNTGSVRT
TDHGVRHRSITCDTNGRFVVTSEPSSMFYKSSVCVYGSNSMNMQSAILKFTCYGSSLTSSPFKALYHRGEYFVSDTARGC
IMVYNGQGAFVRQFGGWSSSMRRGNGRGRSEFGELTSPTGIVIDQSGDNILVCDVNSKSIQMYSTAGQFVGRYVMEGRPS
DITVLRDGTIVVCSKADHWIKFLSLNDPE                                                   
>Nvec_XP_001634749                                                              
LRVKVTDLNPHFICKLCNGYLINPVTITECIHTFCKSCLLRHISLVNRCPVCNEVIHETTPIYNIRVDRTMQDIINKIFP
KLEKEENRRERKFYRTKGL                                                             
>Nvec_XP_001634057                                                              
MATESHLSQVFSEELTCPVCLEELKEPKCLTSCAHNVCKPCLDRMTFNGEKEIRCPTCRRSTLIPDGGVKALPTNTILVR
LLEATPGRKERIEIHKALEKGKPVVEEMTRKIRKLDTYLDSMSVNCQLTEERIHDEAEKIIELIRKHESKLCMEVQGFYG
KKQKILQHQRCNLVKLLSGASSCIELAEEILIKGDVSEIIELRNALKEQLEEVVQLNLDESDEVSGKFVEELDFVIHRNA
TIGGLESNTFGSLNKKIGQVVSSASSADILPDWSKAGKVIHKIGHKGSRKGNFKSPGGVASNEFGEIAVSDFFNDRIQVF
DSKGKFLFQFGKKGTKDGLFQGPTGVAYTVNSEIMVLDSRNHRIQIFNRKGEFLSKFGQRGSNTGELGWAEGLYVDGENK
IIVTDTEHNRVQVFHADGSFKFMYGDTGTEGFDKPLNTVCHNGEYFTTDSGNFCIKVFNSDGEYVRQFGREGAGGGEFCC
PRGLALDKKNELLLVCDSGNDSIHVFRLDGSFVTQLSTKKTPVGLALMNGRHLVVSSYYGHCVQVLSYI           



>Nvec_XP_001633674                                                              
MFIYLVGKCPICYKRLRQPETLPCLHKFCASCLTQATKQFPHCPVCRAPQETQQVIVQGNQPDGSMLHRTQPHILPGYEP
DGSIVIQYAFPSGIQYPHHPNPGQPYDGTLRTAYLPDTPEGREVLRLLRKAFDARLVFKVGRSLSSGLDNQIVWNILHKT
NMHGGPENYGYPDPFYLSDVKEELADLGIK                                                  
>Nvec_XP_001633517                                                              
MAVQLDELLCPICLDEFKEPKTLSCMHDLCRKCLEDMAARESSRVIRCPLCRSEIDIPRGGVKNLPTNLRLMKLVE    
>Nvec_XP_001633341                                                              
MADGRAYTLPDFHTLLGDEGACPVCIEVFEEPKSLPSCAHNVCRECLEKITARNSSRFVECPICRARSEIPQNGVNSFPT
NTLLVRIIENTPGGKEQKAIKSALKKAKESLEEARNYREMVNSNISCLDEVRKDAEELKREISDHAEKLRQKVNEHESCL
HAEVDKYFKDTYQSELDASNFTSIKKRLDDFIEKSSSCIENVEKVLQAGKLDEIIELVEVYVSQLGEIQGAPKMDNPRET
ATSNPVAFNMKFHKGEEEVVFGFLKNEIEKEIIYLTCREGLTNSPSLQRDQAPPSTPQACNSPLAISRQQTPPFTSCQLV
QREQPSINYLVRRVTVCQRTGDIAILVGDGEVYIYHDTPHGYKNPERHVVSFRISDIAFSIDNELIVVDNKRLVFYNRDH
SFSQELLADDEEFYFVSVDASGWLIVTAVSEDEDCVECYILVYCKNFKSKRFRFGFRFGQGILSSDCGRVEYYNNKFYVP
DYGSDRIFIFHLNGDFAGPWGMTNVKALAISPTNDSILVCREESMIYVYGVNSKDLKGTIATNLWQANSIAMTKDGKNAV
VCYKNRKFFDVLAFVP                                                                
>Nvec_XP_001632569                                                              
MTVEEFECTLCCRLFYNPVTTPCGHVFCRACLNRSLDHRPGCPICRSSLTQFLAARKENVTVAIEMLLKTFFPKDYEDRK
LQHEEDMAMLASNTSEEIPVFVCTLAFPLIPCPLHIFEPRYRLMVRQCMESGARQFGMCMYDDEHDFSEFGTMLEVREVR
YLPDGRSFVDTVGGRRFKVLSRGMRDGYSVARVEWIQDVPVSEE                                    
>Nvec_XP_001632166                                                              
MKAYGKCLLNNVPIEATNLLKKLCTSYKPNRVEVTDPMETDKKTHRSRPEEFIHIFVHQKAKLIEFLEHMTQMFPKSSSL
LYNTLLELYLNNAAHETDVKGQVIHEKKALDLLMNVEARYDLDHAMVLAQMHHFKAGILFLYEKAKLYQQILHYHMEQND
YTNVIDTCKKHGAQDPSLWVQALSYFARKESNCKDQIIEVLSHINRGNLMSPLLVLQTLAHKSTATLAVVKDYIVRRLQL
EDELIAKDERLIRQYSEETEKMRQQISELKTSAKVFNGSKCNLCSRPLDLPAVHFLCLHSFHQPCFEGYAENDNECPICT
PENKKVLDIIRSQEQAKDLHEQFHHQLERATDGFSVVADYFGRGVFNKVVHGL                           
>Nvec_XP_001631591                                                              
MAQTYPNKTTSLERHALKISKKTNTKGYERKARPSQATPPIIKSKTLRVSKQSSLKKLQRALNDELRCSVCYEVFSDPRT
LTACLHSFCKECLHKMLSKRSKYIHCPLCRKKTAVPRRGVKGLPLNSVIRRLVDVHSSEGMTSARHRKRHPGIK      
>Nvec_XP_001631042                                                              
MAFQGSFQAERATEQDTFRCRKCRVFLFNGRSLAAFHKKTEAVDQCSSWYLDADQDCMRDTLPWIHVIIVKAQWTEGKIY
CPKCKSRIGAFNFIHGVRCSCFTYVIPAVWIQKCKVDQTSLQDINRINIRYAMTDSDTLKNTAAAESLTGAYGTSLACNV
DSTGILDNINEVPGKNKKLNQGNKTLSWAGNSSKETQYAGYGHNRYILEQEIICNGQEVVLSHEEQTYHIKQTLLDTQDH
ESMAQCTVSGSYRVSPVVLKCSSRLEALHKHQHELRKRRLENTFEDTSHDKVLNVRIGHLSGVSRYHVLENDVQEMQVHE
VEPEIESDQVELPDHLSCPVCLDLLFDPFSCGCGHMFCDPCLRLLNNKSPRKVLRCPLCRKPVNYVFPAEVTRAEVRKTF
PHEYRKRWKMEVRSPHRLLPLPDGKPRPKKKKVSCYSDLQLPYFMIAMVALVFVCCVLCIVFLISACPPGNKGCIQGELF
FN                                                                              
>Nvec_XP_001629407                                                              
MADTSVGAASSSSSEPTASHNPSEDPNSANANFECNICLDTARDAVISMCGHLFCWPCLHRWLETRPNRSMCPVCKAGIS
KEKVIPLFGRGSSSNQDPREKMPPRPQAQRTEPENNGTFAGFGGFGDGFQLSFGIGAFPFAFFSTTLGGNNPQHPAPPGS
PQAEDEQFLSKLFLWVAFLFMFWLLIA                                                     
>Nvec_XP_001629164                                                              
VMERTMSMNQVNEHITCKLCNGYLIDATTIIECLHTFCRSCIVKYLHENNHCPTCNVFLHHSHPMNYISADRTMQEIVFK
LVPGLQEWELQRQKEFEVAMFMYRTGEQQSVYNNARKKESRTDGKIRLSISPCSSGSTTPTGEVQDYHRNDEQVAICMEC
YSHLLKPLQRKYLRLSSQATVQHLKKFIAKKLSLKAFTEVDILCNDEILGKDHTLKFITVTRWRFKKSPLLLHYRPSLNL
Y                                                                               
>Nvec_XP_001628915                                                              
MTLMGSLWWVKNVVLLHFRVKKNKYETFSLKIKIISRKTRRCAKRPGVGLLCSKYRRSFRNGTSVAGSAQSKMALDSWLT
QFKTVEQYGQEVMEKINVRNQQRRAGGNFSKAQTDARLMLKNFTRDVGSLKQSLLRASSSYHIEKQLSSAFNQETTSNDF
GRMMIRAKKTMMELSQEMATSASRRLEDEVTCSLCIEHFNDPRVLPCLHSFCRHCLEELAVHSEGRGKLVCPLCKAEFQV
ICHIKRAYQKYIY                                                                   
>Nvec_XP_001627577                                                              
KKEDGPKTLVPAADVPAAKADRKVPSELRCPMCKNLLTDTVLIPCCGTSYCDECIRTYLLENEQECPTCGAESVSPDSLI
INKQLRQVNTNSSAM                                                                 
>Nvec_XP_001625204                                                              
DVTCSLCLKQYQDPRVLACLHTYCRHCLESLVEHSQERTVSCPQCREKIFCITAHGRFLRTKQHKIIGVKEATVKGKSSC
KSHYCPRHKGERLTLLCDTCDELICQDCA                                                   
>Nvec_XP_001625143                                                              
MAASSIESPDMRAKSVQREEISCPVCLEVFEEPLVLPSCGHSVCLQCLQNMTKRNPPSLLCPVCRSESVLGENGLKSLAV
NIGIVKILE                                                                       
>Nvec_XP_001624681                                                              
MDSTMYIITGDAPDDFICNVCGTVMLVPVVMPNCGHSCCSSCAERVNRKCPECREEFGATAELKENISLKRIIRRLQGKC
KRCPFNGELGLVLDHLCPERERQSVRTQAATLRDGLNLHLTNCEERSRTCGVPGCHFHGNKEQMLRHRVSYASGHVELYR



TYAKRLAHAIAKKSTPSVEKLPLRVETFLWCTEAFKEKAASARAGQPLTSPTYRSEAGEKWRLVLFVKPYKLYAQLQSSV
APLNVNIRLILLDDADENRDQIFTADGLLIKEGQMFGKRRSLKDLETYVEGPQKTLKN                      
>Nvec_XP_001624494                                                              
MKLLLDVYKGAAKDLRDKVELLASEKALKEEIDSIKTRVEGLEQELEKHKGAMADEEAIRRLKMAEETIENLQKNLAATK
QEEAALLAEMEFTGQEYEEMQEQNVRLLQQLREKDDANLKLMSERIKSNQIQKQIREEKDVLADHVTSLNGYREAQCQLV
KKQEERERALQNAVTAMEKELNLRQQTMDLHKRKAVESAQNAQDLKIRLDALQQQLQEAQDGLNEKTRCVEEEAFRAKRV
QEECVSLKRKLEKQKKIDLYGAADEVLLEEVRQYKARLTCPCCNTRKKDAILTKCFHVFCYECLKTRYDTRQRKCPNLSA
TRPLVPTTSTKCTYDR                                                                
>Nvec_XP_001624414                                                              
MPETERFVCPPDFVFCAICKEVLTQPLATPCDHYFCVLCICEWLDQTYNKSGCPVCKASIS                   
>Nvec_XP_001624295                                                              
MAQAASRTLQSLHSFHENIQDEISCPICYEDFEEPKCLPKCAHNICRECLLGIIEKAQLERFECPICRAIVAVPKDGIDG
FPTNSLLVRLVENAPGRKEKQAIKQAMTDYLNTKAFAEKSIKELRVQVGVESSKKAITLRSEIAKHADEMVAKIRSEERS
LCVEVEMFLDGYSMKAMSILENAEMNLNHTFDEGANFVKQANMALQGKAEDLIDAKDCIVGQFKELSKDLDMSHIDGVMN
YKIEYIKGQVEGQFLGKVSASGLKLLEGPKTQTDISIGDISYGKKWDCFSIPGKPTSFSVSPKSGDIAILCADDREVYRY
DMSGKLCRHYDFNQGILTDVAFSVDDCILVTDTANNRVLFIRADGSSHMNIFIFDTNIRFISVDSRGRLILTSCPKDGKG
RACILVFSPSKIFSFMFGEETLTNPSNRALFHNGSFLVVDDDGKGIKVFDDEGQFMRTLNLGFIVSSIAIDLKVPESFIA
VSENDRISKVTTRSWAVLKTISTVTEPIKLLHINRKGRFVSIIEKNGQHFCLCKDSI                       
>Nvec_XP_001623097                                                              
MPETGRFVCPPDFVFCAICKEVLTQPIATPCDHYFCVLCICEWLDQTYNKSGCPVCKASIS                   
>Nvec_XP_001622102                                                              
MATSASRRLEDEVTCSICIEHFNDPRVLPCFHSFCRHCLEELALHSEGRGKLVCPLCKAEFKVICHKIHPLVK       
>Nvec_XP_001639243                                                              
MAGATSEGERINSIHLQNLEKICRVCGNRLKKYKDRFETSYNCKGHVVFLAETYNLSIEKDDQTIHPSKFCRECFRSYRI
HTREVVFWEKQTDTCSTCEKEEFARKGGRPKKSKRERFELNEIRKDDFYCPICCELLDKPVETIFTHNACGACLTQALAV
NSSCPVCKTILSSGDDIKKFNHTLLGLIESQISKCKGCGKEVQYQHCGEHECRPSEGSAPPNVAQQQPSQTISEALKDLR
DGKMNREVAELGTAVVRELLKRSADKTVSLPCRGKSLVLKHTPNSQKPNDEVSVRHLRRRVSHLQKVGGRLSAGGEMDTL
VIHQLRQKEKKEREAVLKKALGKELILQIPEGEALAMKADLRLPWFALGKLTR                           
>Nvec_XP_001637125                                                              
MSSRSRTASLVRGLAEQLMCPVCLGEYKNPMLLRCYHSFCLRCVQELLHQSGEKGVVKCPQCRTEMEVKRRLKSNFYINN
LLDLMDETRLKAKARDPLVCCDHCQPLISAAEVKCVHCKVSLCRACIGPHCEHMPTQPHTIKELATKAELEEELPAARED
FKTCAKHGLDLRFYCCTCELLMCRECLSVNHWNHEYM                                           
>Nvec_XP_001636477                                                              
MAGATSEGERINSIHLQNLEKNCRVCGNRLKKYKDRFETSYNCKDHVVFLAETYNLSIEKDDQTIHPSKFCQRFELNEIR
KDDFYCPICCELLDKPVETIFTHNACGACLTQALAVNSSCPVCKTILSSGDDIKKFNHTLLGLIESQIYKCKGCGKEVQY
QHCGEHECRPSEGSAPPNVAQQQPSQTISEALKALRDGKMNREVAELGTAVVRELLKRSADKTVSLPCRGKKVGGRLSAG
GEMDTLVIHQLRQKEKKEREAVLKKALGKELILQIPEGEALAMKADLRLPWFALGKLTRWFSNWILSTFCSQSPRISKPF
ATESLRSARLSVQNYLARQELSRQNSNSCSAYSVFATSSTILRPRCPKNSYQFWVNTN                      
>Nvec_XP_001636385                                                              
SRTTSDDDAPQDQCSICLCEFDNKSFLDQSHAFCFYCILQWSEVVRKCPLCKATFFSIIHS                   
>Nvec_XP_001634113                                                              
MPIDKVPVVHKFGIISHSQRVSLEQRLEQKATVGNVPNTYARTKRLLSEVSDDFVAKFNDSNYDDQQTLLPTASKMLMRA
KFMAGATSEGERINSIHLQNLEKICRVCGNRLKKYKDRFETSYNCKDHVVFLAETYNLSIEKDDQTIHPSKFCRECFRSY
RIHTREVGFLEKHTDTCSTCRDQIADVTKEIASRRIDNFSKRFELNEVRKDDFYCPICSELLDKPVETIFTHNACGACLT
QALAVNSSCPVCKTILSSGDDIKKFNRTLLGLIESQIYKCKGCGKESLVLKHTPNSQKPNDEVSVRHLRRRVSHLQKVGG
RLSAGGEMDTLVIHQLRQKEKKEREAVLKKALGKELILQIPEGVALAMKADLRLPLPLESLGFYKNLN            
>Nvec_XP_001624382                                                              
PQDQCSICLCEFDNKSFLDQSHAFCFYCILQWSEVVRRCPLCKATFFSIIHSVKSMVEFEQVRCRIS             
>Nvec_XP_001621207                                                              
MAKLRGKSVVLSKKQLKRAQEESSEDKKSHTQTTKKRPALLRTSDVAISVGIVQHKKKKIKTIVSYDESDSDGKSESQIP
YADNSDDDDDCDDLSNEENVLRARNSSQIIEKVEEPHETEKERERTKIWLALKFLLKASSTSVFFKANIGLRKTDTSLGL
TSKTLSSYSTSLERFLKYIIPLLYTSLSADKRKALKKLRDVQPSWRESWGKRIADERAEREWVAEKNLSTLEEAKTLLES
EHAQKMTRMLTSPKKRKMGHSRRTADLSYNLINKVKAANNAHDTMTNLWEGASSTEGKEHNDYLDWLVWLACVGSRPMDN
MKHSFSAPTTRNASEYDEIRGTQVPASLPFINQYGGPQRLEEGYDEFFDPPLESKYECPICLLGLRDPVQTPCGHRFCFN
CIRRSIR                                                                         
>Nvec_XP_001619974                                                              
DVTCSLCLEQYQDPRVLACLHTYCRHCLESLVEHSQERTVSCPQCREKIFCITAHGRFLRTKQHKIIGVKEATVKGKSNC
KSHYCPRHKGERLTLLCDTCDELICRDCA                                                   
>Nvec_XP_001619526                                                              
MADPSPVPSGYDSEFVIAVAEEYTCRICHLPLRVPVQTKCGHRFCKECLDEASRRKSRAECPMDREPLDLKKDVFLDKAA
ERTILSFLVKCPCKGCKWEAELRDLEVSMKGCGKLRERGEVLGVSIRGYGKARERGEVLGISIKGYGKARERGEILGVSI
KGYGKARERGESDRVGE                                                               



>Adig_82v118413                                                                 
MEEDFSVDLSDNELSLAAVSDFDSDEDSVGDEELAVGYGEEASHQEIHFRLGGYEYEFVDEVTTSQKCPVCLLPMRDAVQ
TSVCGHRFCRDCLLGILRSDNPVCPNDRQKIEEEGGFFTDKAWTRDILSLRVKCKQSERGCDWIDEVRHAENHQQDCSYE
DTECCGCDENIQRRLLQMHLAEECPKRVIECVFCQDEFYFIKKQEHEQIYCKRFPLVCENNCGQDKIPREEMAKHISEKC
VETVVSCLYSSAGCPFQDKRAYLNEHNKATVEDHLAMAWAALISTKKELHSLKDLRQKFDTSEENNQRMKAALDTLILEV
QRLRNSDIELRKMMKDMKKKPAENTAKSASLVQPPEKRRVFRATSDEIPPSAVYSENLKRKYSWRTISN*          
>Adig_363v118640                                                                
MSGLLRMAEVNGNSSTDPLNGLDQLFERFVEYDKIAKAEQPEAITTQLFPHQLQALNWMIKRENNTDLSPFRTQVNNATW
INQGTNFSTDRKPNSPKGGILADDMGLGKTLTVIALIMANHLNGKPMFLRGASNQKRPPSTSSESEPAMKMARTDTCDSD
DADDGVINRVSIEKRKGSVDNKKRYSGVTAESRLQKLIKHISIRRLKSDKHEGKLLVELPPRTVVKQEVELSKKERELYD
SMQKNGQLIIRRFLRNGVIVQNYKLCFVILLRLRQLCLHPILCGKHIEWLQALAMNPSPDHDSQRLMNDLLVELSSGVDE
ECLVCLDSLVDPVITRCAHVFCQHCIMDIISSENMAPNCPLCGAPVNENDLLKVPDNTRKKTNGEMAAVGKNSSKLEALL
NALVVIRNQNPSIKSLVVSQFTSLLDLIEDALRRENFLFARLDGRMTQKARARAMQRFSDTGSSAPTVFLLSLTAGGVGL
NLTAATRVFLMDPAWNPAVEEQCFDRCHRLGQTQEVIITKVHYDYITQTSFEIYQKTSVRIQLICASNHFLTHKKDCSWY
GQVEE*                                                                          
>Adig_542v118779                                                                
MASSKSFFDDVKKELECSVCQEQFSDVREPKILKCLHTFCKTCLTAWLSQQQCEGELSCPTCRQITQCSANDIDKLPSNL
FCKQLVEIVEAYSGRLGDEDSPHCGICDEKKALKFYCVQCNAFLCEECAGVHEKGKVFKGQNIKEISNFNSNDVQKYVRR
ANVCQKHDDEVRYYCEKCNICICRDCALLEHREHNIISLDRGLDLKKSDITKRIEEVEDVGRRLQEQKASLENQKTRFDT
SVDQSTLEFHRVAEHRIDIIRRHEEAMTKELLKRKESFENEFSAKITDVNDKLTDIKNSLEFGRDILERNNLPEILNVEE
TLGRRFEDFSSSAGFNGPIELNTPAVKYVAADMLLSESELGKFIDAEISSGQDKGMIESQLRGDFSRQGEPYNEIDDETD
QVDNVDAAQTRLTDEAIKRPSKLRSKPRPRSNGISCHKTLRRKGNVTWRSKAFTDEQRDGNTEEECLICLNSFSNPHSLN
CKHTFCSDCLQQALDVSNKCPVCQEPQGNQPPGEMTSETNGISLPGYEGKEHPNPGQYYGGTSRRAHLPDTREGREVLQL
LRRAFEARLVFTVGTSTTTGLPNQITWNDIHHKTAIHGGPYAYGYPDPDYLRRVKEELAAKGIK*               
>Adig_1999v119929                                                               
PTMDGEFEGQPSTGGFEFEFVHTLSPSHTCSVCRLAMRKPVQTACGHRFCTSCFLKIFRDGSNPPICPEDRIPFPDDGRV
FRDVAWEREILSLRVKCKKRNRGCDWTGQLQKYKEHFVVCEYENQTCGDCNETMQRRFLHKHITSECLNRMVQCEHCGNE
FAYCQTERHEDIECSRFPVNCPQECGEEMIPREEVESHVRDDCVMTMVNCTYEEAGCAFYDQRRNLKAHLEASTEEHLSR
MWSKLLETKEKLNDFEVLGKCMSEMRLQCKENQAEIEALRELVQTMENKVKVNEENQRGKPKNLRSKKYSGKKMDVSRSR
LFR                                                                             
>Adig_2404v120266                                                               
MVEVGKDSLPSGYDYDFVSSVFDEYHCLICHLPLREPVLTRCGHRYCKNCLTEAIKRRQTPECPADRVTLDPEKEHSLEC
RRRPIDCSNGCGQVVPREEITAHKDVDCPETLISCQYDFLGCRTQIKRCEMKDHLEEKLRGHFEMSVDKLSGVQDECRIL
RREMEQIKLNYFTVSSQLASLEKEVFEVKLKHKDIETSAPFIWKVTNFWERVCKAKTDKEIRVESDSFYVGPQGYKMKLA
MYPNGTKEARNAHISLYIALMKGRYDAILPWPFKYKVTLTIVDQNPDLIKRQNFVKSFVPEPGWRSMQRPTSEENERRGF
GRFFAHEKLRAGSYVLDDTLFIKFENPVQIEKCGHRLCEICAATILRSATPQCPADREPISRERIFSDVACHRKILDAQK
HGESCSFQPVQCINAGCQEKVIRKDFIEHMENTCLWSIMQCAFCDHCFPKLEKKSHNDACLRFPVECSNKCGLKNIPREE
LERHIEMVCPLTVIMCEYSAIGCPIKFQRRESKAHLDAMKDLHLQLACRGLVTMSKTIAEQAEKISLLEERMERLQHSPF
VWKISNFSAVMEAARTNQQRVIVSDPFYSSKNGYKLVLELYPDGYHAENNEEDEKVDFMSIYLRVLVGEYDGRLVWPFKY
TVVISLLNLNEFAKKRRHLSQEVQFSETEGLPRPYQGTVEPACGLWKFVLHSDLYSGSYIKDDTIFIKVAFSEQRERLFS
N*                                                                              
>Adig_2587v120408                                                               
ITLEIFGGGARHDGRCSVTMNRSFGTEDSSSFLRVTSTNPVSLFGRNEPSSRFPERLQSEGYDEYFDPPLENKYECPICL
LGLREPVQTLCGHRFCRGCILRSIRDAGPKCPVDNEHLEESQLNPDNFAKREMLNHPVFCRWQGLYECPWKGPLGKLEDH
LKECGFVEVSCPKNCGNKFQRKDLKKHLEDDCPNRTIPCTFCTEEVLRNRMENHSHVCPQYPLSCEKCGKENIPRNEMQG
HNEKECPRAELKCPFSVVGCPFEVQQALSFFPAKYPGGYDDRI*                                    
>Adig_2658v103562                                                               
MSTRWFLNAMASPVRNLDHIFNKDSSCPICLEEYFEPKVLPCFHNICKKCLKELMHHHTLSFLCPICRAVCPVPERGVDG
FPTNVYLVRLIRESPAKKVIQEINKAVKECGEELVNVRRIYDEVRVEVKQQGEMVKKKIHEDFQNIIDVLRKQEEALCSE
VDSLVEREETKHPAWVLITQTEKLLSHIGGRLRLRDKLDIANDGEHLMKRLRDANIAFTKLSHLHTAEREKPKTLFEFAP
NKQVLQCVSGNMFGSVTVKEDSLIQSALDSDQIESLQVLKPGTKFYSLNIPQALKRKFQPFAVAMNDEGNIAVSDQGNHT
VLLYSKEGEFIARIGVRGSNQGSLESPTGVTFLTRHLVAIADGCLFGKPSRIQVFDSLGRFTRCLIKLTTNSYWLTRLST
INNEQLTVTCIPVMPGYEPCVKVFDTSGLELLSFGNSLSGKLLHPVKAVVHDNQYFVSDVDKKSNRCMVSVFDERGKYLR
SFGECMLKKDPNDHEFYPLVIALDDRELRVLAYSGLNKLVRCYMPNGSLESYYSTLSGVTDMAVTGDGRVFVVCSGNAEC
PHSVQVIFHI*                                                                     
>Adig_3074v120825                                                               
MPGYILAPIDRLKIDENSLCPKCERLLREAVQTIACGHRYCKSCVDIILRQEVGRCVIDGSVISEEQVFVDRFVEREIQS
LVVHCENHEHGCPWKGELRNREAHDTVCEFLSVPCVHSDCGQLVTRVNLAQHLETECQYRMEKCEHCESSIVFAAMQEHQ
DNECPSVLITCPSCDREGIPRIKMAAHIDPISGDCEETEAYCPLKQIGCSETKIMKLQERKLHEETNLPNHLMLLFQTVL
QLFSMIGINTHDLSHVTKNGTWFPSQTELEHFAKQVERILEENGELKSKIAQQEERIQLMDSEQQNLSTSASVENAHSLL
ATELSRKLNSEEAKLADLEFLLFEGNKVNEDLQRQVSKIVKEQDALSGTVNRLQGQIESMGPPLSLHNVMMGDSQLNDHT
NQQQITSYNGVLRPRRETNIPSGCPTFCSLSELNNHAYVKDDAMFLKVIVDTTDL*                        



>Adig_3499v103753                                                               
MMEEEFEGKPRIGGYHCVFVDKLSKSQTCPICLLAMRNPVQTVCGHRFCESCLLETFREGRNPPICPEDRNPFPEDKGVF
RDVAWEREILSLHIECEKRKRGCDWTGQLRYYEEHFVKCEYEDETCDDCNEMMQRRLLHKHITSECPNRMVQCEHCEKEF
AYCHTACHEDIECPRFPVNCPQECGEEEIPREEVESHVKDDCVMTMVHCTYEEAGCTFYDKRRNLKTHLEISMEEHLNRA
WSTLLKTTERVNKLEEVERNMQRLLLKNDPEITDLRVEVGNRGELRNDMEKMRRLCKKNEDEIYALIRVVQIMQSKLNGN
EENHPGKLKKPNLPEKKNDDSKSPARKILSAAVGLGTDAGRIWRKRANRSDLAGLSLDYESDELSETDLEESEESSQ*  
>Adig_3993v121566                                                               
MTLLRMQDKDTTKPFPCENCDSEDEAVSRCNDCRVFMCDFCVTAHKRVLATRGHQILSMAEVQKLGSKALAKPSFCVKHM
GETLKLFCETCEETICRDCTIVDHREHKYNFVADVAEREREVLHIFLSKAKGKEVVVSNGLETVYAMKELVQSRVSEVNN
EVDEFFDEQVKALEYQRASLKLDVMTEGKVRVDRLEKQSRVLSSFLAQLKSGVEFTSQALDDGDNVQLLTMKNQLSQRLT
QLSSTKIDCKPCQNEYFKLRVRQTIWRDMKELATVCFIINPQMFSVSIVGGEEGVIMASVVSEKLPEHFECAVCMEQFKE
PKVLPCLHTFCMTCLQKLLKKQGPDHVITCPECRQNAKIVHGDVAKLQPNFWVNNFMILLRLQDYDTTSRPFLCENCDSE
DQAVSRCNDCSIFMCDFCVTAHKRFLATRGHQILSMAEVQKLGSKALAKPSFCTKHTGETLKLFCETCQETMCRDCTIVD
HREHKYNFVADVAEGMRKDLHSSVSKATDKEIAVSEGLETVEAMKLLVQSKVSEVNKEVDEFFDEQVKALEHQRANLKHE
VMTEGKVRVNQLEKQSDVLSSFLAQLKSGVEFTSQALDDGDNVQLLTMKNQLSQRLTQLSSTEIEGEPCRKEYFKLCVRQ
TILRDVKELATVNYKPIINPQMFTGRIDDGEEGLRCPTFAGNAATKIRRKSLKKKMRETRRKNTEH*             
>Adig_4334v121844                                                               
MVYCTDNSYSRHWNNLLSYVVLITSLRKTNPSVRSIWFHHDVKQLFKSLKKEAECPLCLQTVKNPKTLPCLHSFCLECLD
QLANFASRQLQTTIKCPVCQTSFPIPDTDTFVNLPSSFHLNRLVDVLALEDGTVQTQKCNTCDKNNPATSYCFVCQGFLC
ASCFQYHQRFKATRGHQNVLMDNLQAQDVQELIQRPVMCSQQYHEDQPMEFYCKDCNVLVCHKCSVVGHNRHNMTDTQRK
AAEGPKLQMAEVVAKVKAEILLYEHQIKKQTELKNQNIADIKNAEKKMTDTVEEVIRDLREHEEKMKDKFREIYEAEQKQ
HAARLEILELINANLKSFVERGQGILERNIGAESLQTNPAIIGRCDELLNTRNAIVYNSPYLHNFVDEKFNLLDQILVTR
TDPSMCLAKYHDSETGKESKFVIVTRDSEGLQCYQQDDQIKVDILTPEGDHLRTELKHSRDGKYIVTCTPQCVGQHSVEI
EVNGELLTGSLCVLQVSRQHQYQFVFKFGSRGNREGEFAGIHNIAVRDKTGTIAVADYWNKRIQLFSSGGNFKKEITLDG
NPLSVAFTGSGNLLTLVSGNNNGLRLFSEEGQFIKHINDKHLREPLQLSITSDGRLIITDIASNEIKVLSCDGNDLLLSF
VAPNCDNYPARAVYYLDKFYVSYTWAHCVKVFDKTGIYLHDIGCEGSNDGQFDCPIGLVIDKCNQLVVCDVNNGRLQLFT
LRGKFLSKLWEEYFSPHYVAINNHDNSLVVADLDNVHIFY*                                       
>Adig_4776v122176                                                               
MELPFSSPCAKGTRDTPRGGFNRSLDFKKGTRPAVVRDCPLVGPGTGSKKYGSSLNHLLNFKYTPREKPFVYHPRSTNKR
YTTFNKEQFIQANFQFVVCDSGDYTVHAMDPDVLVEWDSIEQVRIFSHEVPSCPICLYPPVAAKMTRCGHIYCWSCILHY
LSLTDKPWHKCPICYEAVHKKALKSVVALESHSFSVEDTITMRLMKRAKNSVLVMPKADWNEREFKPFTINDKEETRYAK
LLLASKEDVLKQSEEVCYIEVAMAEVRKSGRADDGQNIFLSSLNTRCLIKEYGGLEYCPDTITAKILEMDARSQSEDLRK
RYRCLSHLPLTCEFVFCELDIKPPIISQATLNFFKGEIQQRKQQRQKKLRMEKRREQKAISNVSLPDFSSRSASEYKFAG
NSTG*                                                                           
>Adig_5265v122521                                                               
MEEELTCPVCKNPFTDPIVLPCSHSICMGCSQSSVTATGGDVSTNSNGISHGDSDETPYASLYEFNHLYHSIGNLPCLKC
PTCKRLFPLDIRGINGFPRNRLLENIVNRYYAKSNGIVYCQLCDENQPSQATVMCEQCEVAYCDRCCKTCHPSRGPLAKH
SLVAPTISKSPYKPSVLKCGRHNEENISMYCVFCRTPVCYVCLEKGQHSGHEVKALGAMFKEQKVANSLNGRITSLTNQW
SKDVKMEPATGVELELTLDTSGARAALHDLHFIELKAPMAPEIMPDECTVTNNAITLSWKPRNQSCVDGYVVEIDDGTSS
GKEDHFLEVYRGNSLECTVSGLQFNSTYRARVKGFNKAGQGAPSDEVYLTTSDGKQQ*                      
>Adig_6097v123187                                                               
MAKLLEAGGISNNSDIQSFVKSLIEKGECFARSGRLDLSFRSFSNAFRLGEVPKECISSLVEACLEFQRTKLSREKREER
SSVGDPCESEVFSCMLCNCVFMKPVTLSCGHTFCEVCLSEEKSFNGFVECCKCGNAVADNMAFSLNVLVMNAVQKWLPNE
FQKQEKKLRGMNYFIMNDLKSAIDCFSGVLSKSSNDFHCLSWRSDAFLRLRQLELALRDIDQACRLHPRSAKSFYRKAVI
LAKFAEKEGILSTRHEESVIALLRCYSLVPNSHRYRQEFTESLHRLLRPKFTNISRTMSVLKQNHSGGSEFPHTPILSRL
DLPHDKTSANCGKAKGPVSNKRIQKVTDSKTFSTSSQNDKRGMEKAATSISNTGKSEIEKDVIHLTEVEDFECKLCYNLL
FQPITTVCGHTFCRECLERSLDHKDECPCCRMKLSQYLAGSLKMEVTDVLQQVLMKHFPADYHERSKMFEEKINALSSSV
GNGQNPQVPIFVCTLAFPKVPCPLHIFEPRYRLMLRRCMESGSKQFGMCVESEDPSKGFADYGTILNVQTVNFLPDGRSI
VHTIGGRRFHVISRGMVDGYHTAAVEWVQDERVDDEEELKQLIQLNRMGHQLLQMWFSRMSAQQCQCITNAVGPVPAFDE
NLHLLNDGPDWVWWTLAALPLQNRAKLIILGMKSIGERLQSVIRFLQLMLSTKLD*                        
>Adig_6517v123514                                                               
MCVNVEDRVQFVETLDERLICPICKNAFDEPWQTSCGHRFCKKCLDGSFGSEILRCPVDGDELEREGFFRDKCCEREVLS
LPCFCRYKNRGCNWKGELRYLKTHETNCQYSDVKCQACGETMERKKLQEHALNDCINRALKCTYCGEKVPHSKMEDHLEI
CPKFPIGCILNCGQEDIPRDFMNEHVSIHCPKSERPCPFSIHGCEFKGTSESLGTHVKSSIEYHLKLMSDSSYEFNRRHK
EMEEKVSRLEHERDVLEQQLQNQTEELVVARTNIQTQQTKISMIEETAFEQKRDMEKLHRHLEVAGNGASGDAFSSQMEE
IMTIVRQHETQVNKLHNELTNLKATRLASNDADPWTKASLSHQACERRFDRNEHQLALHEIQLSEQDVRTQMLEATSYDG
VYIWKIDQYSRRFQEAASGKTVSIYSPPFYVGRFGYKVCARIYLNGDGMGRGTHLSVFFVIMRGEYDALLQWPFSQRVHF
RLLDQDRVKDACDSFRPDPRSTSFKRPTSDMNIASGCPTFISIGQLRQGGYIRNDTMFIKISVDMIGLQGNAASNH*   
>Adig_7299v104830                                                               
MTAQVDNGVQTHCISEHKMASVRDDSHDMNPLMMDNPVFATGSSVNLFCPLCHEMFNNPRLLPCLHTFCKRCLENLVVPR
SSSLSCPACRTDVVLTVVSIDELKASPRPQDLLHRPILCMEHSNEKLRYYCESCEQAICRECTMTSHSTERHKYTQLTDT
IDKQTQTITQLVDKLKRKVPVVTQSTKDVEEVTCRLEARAEVAKSEIQKCFPRILKALQDRERGMMAEVESMVHRKSKVL



GLQQERLENELKQLSTTCNFTEEVLRHGNSVEILIIKKQLCDRLNELISAKFQGDPEENDVIFFSANQDEVLKALENLGQ
IKTSNAFPTMCTVADDMKCATKGRKSKFTVVTRDHSGAPCPGGGEDVLVDVYTSDGRTVPAE                  
>Adig_7311v124104                                                               
MSRSFGTEDSHPWFGGTSTNPVSLFGRNEPPSRFPDNLQPEGYDEYFDPPLENKYECPICLLGLREPVQTICGHRFCRGC
ILRSIRGPQQTGYLTGQISCYMIWDWILNGPFNKTPPGKKVSTSREQVLLWKESFKSCGIAHIKRDAGPKCPVDNVHLDE
WQAVFSSKAVFAM*                                                                  
>Adig_7341v124132                                                               
MDVQQLFRMLKKEAECPLCLDTVKNPKTLPCLHSFCLECLDKLANFARRQLQTSIKCPVCQTSFPIPDTNTFANLPSSFH
LNRLVDVLALHDSTVQVQKCNSCDENNPATSYCFVCQSFMCESCFQSHQRLKATRDHRNVLIDKLQAQDVQELIERPVIC
SQQYHADQALDFYCEDCKVLICLKCSIVSHNRHLVTDTRKAALEQKMQMTEAVAKLKAEILFCENEIKKQTELKDKNVTD
IMNAEEKMTDSVEEWIRNLREHEKKMKQKFREIYETEQKQHETRLENLELITTQLKSCVERGQGVLERNISAEILETNQT
ILKRCDELINTRKPDRYKSPYLNYLVKKRFDTFDQILVTKTDSLMCLAEFDDSEIGRESNIVVVTRDSGGLQCYQRDDQI
KVDILTAEGDHLKTELKESKDGKYTVTYTPQCVGHHSVKIEVNELPLTGSPFLVQIRQHHYQFSFKFGLEGNRAGEPWIS
DIAVSDRTGTIAVADAANNRIQLFSSNGQFKTQVKLDGGPFSVAFTDCGDLLTLSSENNNKLRLFSEEGQFIKHINDKHL
KKPRHLSIASDGRLIITDHASKDVKVLSPDGNDQLVSMTAPNCDSSPECAAYHEKRFYVSYPVDGCIKVFDKTGVYIYDI
GCEGSSDGQFDCPRGLLIDKCNQLIVCDADNGRVQLFTLSGEFLSTLGEEWFFDSPWCAAINLNSDTLFVSSFSRYDIFV
FH*                                                                             
>Adig_7359v124151                                                               
MGFDAERFLESVDDDLKCGICYGVLEDPLVTPCGHVYCARCIIQWAAESSLCPLSCEQITVDDLKKIPPLSTLIAKQNIR
CENFRRGCSAILKVENIPSHLLKCQCVKENTSGGGIMERKANSPETREFARVIVCENGCGLPLMFQDCDTHDCVKALQTQ
IASLQLKLTRAEQEKELTCERIAKREETFQDRILNLENELHSYQIQVLNFERQLKEYRSQVGFINKQANASVEQTADDFE
VEVSLSRVDGSLGFNIMGGSEVGNSLSGGRIVVSKVADGGPASKTNGLKAQDVILKINDVPVTHISDIEPLVYESVTTIK
FLVARPAQEVQATLLGSEGSHDWSFLDPIDADLSNFTIDVIKEEDEDGADKLDGYQKCEKDSGVGRTNDESSEQDVGEEG
STLPNMDKISEESGEKHPAKDDLSACESKSSSGSSRSKEETAFSPKRSRDVNAGNSRNNSTPTVEKESSRRKKEKSSESS
NSKKHNGSSSRNCFSPTRNSESSPRKDKERSSDRKKTRNSHRDNHGDESRGERDRERSRHSDQKRNSKLVNVSRTIRASY
IKAVNKDSTHHINWIGESDVFGGKLENHDQRSKKKSSLDDNQSLNGSQQNIEWKVRMSKDGSQIFVRKRPVTAARQARNK
LLRERAQKITEERKGMTTEDDCQTVYQGRYWPREDRRRHLERVREARRKKMQKLQQIKESESPHTCSGSESGKGRRDIIV
EMSHRRMNKIKQKQFDDFTTVREYLTQRNPDGSPVGPVHVTTV*                                    
>Adig_7718v104949                                                               
MRRSFGTDSNCSCPSETSISPVSLFGRNEPPIHENCSSEGYDEYFDPPLENKYECPICLLGLREPVQTPCGHRFCRGCIL
RSMRDAGPKCPVDNEHLDEWQLNPDNFARREMLNHTVFCRFKKLHECPWKGPLSKLEDHLKECDFVDVSCPKNCGEEFQR
KDLKKHLKDDCPNRTIPCTFCAEEVLWNSMENHFPDCSEYPLPCEKCGKENIPRNEMQEHNEKECPSVELKCPFNVVGCP
FGGTRPAVNEHVKEKMLSHLMDLTKEFGQLRFEQPGLQATKSRSRRTRGGVEAQEQASEGVLFNNLAALCQRQQTEIDGL
RDLVNEMTGTVERVERRLNESRMRVETPLQDLNIRLVRCYAIAHRKSTAPGVNSPRCYLWCVHSV*              
>Adig_8123v124735                                                               
MDVGQLFKILKKEAECPLCLETVKNPKTLPCLHSFCLECLDELASFARRQLQTTIKCPVCQTSFPIPDTDTFANLPSSFH
LNRLVDVLALEDGTVQTQKCNSCDENNPVRSYCFVCQSFLCASCFQYHQRFEATRGHRNVLMDNLQAQDVQELIQRPFMC
SEQYHEDQPLEFYCEDCKVLVCHKCSVVSHNRHSMTDIQEAAEGQKLQMAEVVAKVKTEIILYDHQIKKQTQLKNQNIAD
IRNAEMKMTSTVEELIRDLREHEKKVKDKFRDTYEAEQKQHAARLENLELINTQLKSLVERGLGILERNFSAEILQTNAA
IIGRCDELLNTRKATVYNSPYLHYFVKKKFNLLDQILVTRTDPSICLTEYHDSKTGKESSFVVVTRDSEGLQCYQQDYQI
QIDILTPEGDHLRTELKDSKDGKYVVTYTPQCVGKYSVEIQGTEKKSFPSINDVAESDKTGTIAVAEKKGIQPFSSGGKF
QKEIRLHAYPTSVAFTDSGNLLTIVFCTNIELRLFSEEGQFIKDINDKHLKIPQQLSITSDSCLIITDVADNEIMVLSSA
HREGRGRGGGVMGPSTVCRGPLFR*                                                       
>Adig_8139v100435                                                               
MPGFPLLRSDLETIPSKYKCEYCENVVRDPMQTPCAHFYCRDCLEHLKSDDDGDLYECKADGEKFKRLEVFPDGCVRKEI
NELTVHCLYKESGCEWFDKITGLSEHASGCDFVEIPCVFEKCNAKVLKSKLAQHLQSECSQRQVECDYCCQEMPFADLKD
HVSKECQNFPIDCTLCDKKGIPRGKLREHHDPVVGECEGSQAVCPFVSMGCASREVMGRSERRAHEENLMAFHLNLLVCF
IYNLKDQVGSLFNDLSPVKESVMVIQQKKYREKMLN*                                           
>Adig_8156v105084                                                               
MASGVEHSELKKIVNIMGDETTCPVCLEEFKEPKCLPSCAHNVCERCLENMVRKGSYTISCPQCREESFLPPTGVSSFPT
NHLLLRLIENTPARKEKKELTEALNVCYERVKAAENALQEMEECYENATDQRDKIRGEINKLADDLIQTVSKQRNSLLSR
LDDFLAEHFDENSVEKQQVSMRSYLREAKTYLHGANEILQQGEIGKIIESNIVVLERLKEISSTVDGRTLEAKKLSYQVD
IDFSHSPFPELRESCVEMLGRLSLSASNFGNAMANATGFIDYSRCEEESRTIVTGFSTFAMAVSNVSGDIALLDEEDRRV
YIFNNSFGDIVSEFCVNYGDLWDVTFSKDDEIIVLSRECNRLLHYDREGTFIKKHVKTPNAQVKFTRISTDADGRFLITS
SPRDCCDDPEELVEPCVLVYSSDRKFLFSFGVDRLHCPQDVVFHQGKFFVTDGDLECVQVFNSWGKFLFEFGSRVLLDPI
GVTVDPMNNVVLICDSSSNAIVVFKPNGELVSEIETSEEPLHVALSLNARSLIVCFHNTPFLKVLSNKE*          
>Adig_9239v106147                                                               
MDVQQLFKRLKKEAECPLCLDTVKSPKTLPCLHSFCLECLDKLANFARRQLQTTIKCPVCQTSFPIPDSNTFANLPSSFH
LNRLVDVLALEDSSVQAQKCNACDDNNPTTSYCFVCQTFMCASCFQSHQRFKATRGHRNVLIDKLQAQDVQELIERPVMC
SQQFHEDQPLEFYCEDCKVLICVKCSIVIHNRHRVTDTRKAALEQKMQITEALATLKAEILFYESEIKTQTELKDKNTTN
IMKAEKKMTDSVEEWIRSLREHEKKMKQKFREIYQAEQKQHETRLENLELITTQLKSCVERGQGVLERNISAEILQTNQA
ILQRYNELINARKPDRYKSPYLNYFVKKKFDILDQILITKTDSSMCLAEFDDSEIGIESNFVVVTRDSEGLQCYQLDDKI



KVDILTSEGDHLRTELRDSNDGKYTVTYTPECVGQHSVEIEVNGQPLTGSPFLVQIRQHHYQFAFKFGSGRDRAGEFGWI
SDIAVSDITRTIAVADWDKNRIQLFSSNGKFQTQVKLDREPNSVAFTECGDLLTLVSGNNNKLRLFSEKGTFIKHINDKH
LKKPQRLSIASDGRLIITDKANSEVKVLSPDGNDLLVSMTVPNCDQYPRCAVYHQNKFYVSYPGDHCIKVFDKIGVYIND
IGCEGSNDGQFDCPVGLVIDKYNRLIVCDVENQRLQLFTLRGKFLRKLQGKYFHNNRPRYASLTNDGDLIVAGRYGYYIF
VDS*                                                                            
>Adig_9241v106143                                                               
MDVQQLFKRLKKEAECPLCLDTVKNPKTLPCLHSFCLECLDKLANFARRQLQTTIKCPVCQTSFPIPDKDTFANLPTSFH
LNRLVDVLALEESGSQPQKCNSCDENNPATSYCFVCQTFMCASCFQSHQRFKATRGHRNVLIDKLQAQDVQELIGRPMMC
SQQFHEDQPLEFYCEDCKVLICLKCSIVSHNRHLVVDTQKAAREQKMQMTEALAKLKAEILFFESEIKAQTELKDESVTD
IMNAEKKMTDSVEEWIGHLREHEKKMKQKFREIHEAEQKQHETRLENLELITTQLKSCMERGQGVLERNISAEILQTNHT
ILQRCDELINTRKSDRYKSPNLNYFVKKKFVTFDEIVVTKTDSSMCLAEFDYSEIGRQSSFVVVTKDSQGLHCYQLNDQI
KVDILTPEGDHLKTELKDSKDGKYIVTYTPQCVGQHSFGIQVNGQPLTGSPFLVQIRQHHYQFAFNFGSTGRRVGEFAWI
SDIAVSDRTGTIAIADGGNNRIQLFSSDGKFRMQVKLDGQPYSVAFTDCGDLLTLVLGNNNRLRLFSEEGQVIKHINDKH
LKEPNHLSIASDSRLIITDKASNEVKVLSPDGNDKLVSMTAPDCDKYPECAVYHQNNFYVSYPESHCIKVFSKTGLYLHD
IGCKGSSDGQFNFPLGLVIDKYNRLIVCDADNLRLQLFTLNGKFLRKLQGEYFRNDRPKYVALNNSENLIVAGRFGNYIF
FYSGEVFAKKRD*                                                                   
>Adig_9242v106142                                                               
MDVKQLFRILKKEAECPLCLETVNNPKTLPCLHSFCLECLDKLANFARRQLQTLIKCPVCQASFPIPDTNTFANLPSSFH
LNRLVDVLALHDSTVQVQKCNSCDENNLATSYCFVCQSFMCESCFQSHQRLKATRDHHNVLIGKLQAQDVQELIGRPVMC
SQQFHEDQPLEFYCEDCKVLICLKCSIVSHNRHLVTDTQKAALEQKMQMTEALVKLKAEILLYEDEIKVQTELKDKNVTD
IMNAEKKMTDSVEEWIRDLREHEKKMKQKFREIYEAEQKQHETRLDNLELITTQMKSCVERCQDVLERNISAEILQTNHT
ILQRCDELINARKSDRYKSPHLHYFVKKKFDTFDQILVAKTDSSMCSAEFDYSEIGRESDVIVVTRDSEGLQCYQLDDQI
KVNISTPEGDYLKTELKDSKDGKYTVIYIPECVGQHTVEIQVNGQLLTGSPFLVQICQHDYQFAFKCGSVGNRAGEFTWI
SDIAVSDRTGAIAVADAGNRIQLFSSNGKFQTQVKVDCNPYSMAFTECGDLLTLVSGNNNKLHLFSEEGQFIKRINDKHL
KKPNYLSIASDGRLIITDKARNKVKVLSPDGNDLLVSMTVPNCAEYPRCGVYHQNNFYVSYPESHCIKVFDKTGVYIHDI
GCEGSNDGQFDCPVGLVIDKYNRLIVCDVNNRRLQLFTLRGRFLRTLQGEYFNYNTPRYAALNNDGNLIVAGRYGYCIFV
NSLEVFDKKRD*                                                                    
>Adig_9244v106141                                                               
MFGRVVVTRSDPSMCLAEGHDNEAGKESKFVVVTRDSERLQCYQQDDQIKVDILTPEGHHLKTKLKDSNDGKYTVTYTPK
CAGPHRFEILVNGQPLTGSPFLVEILQHQHQFALKFGSRGKGPGEFDSISDIAVSDKTGTIAVADVGNKRIQLFSCDTNI
KFQTQVRLDGAPYSVAFTDCGDLLTLIPLRNSKLRLFSEEGQLIKHLIDKHLEKPHHLSIASNGCLIIAEEESKEVKVLS
FDGSCLLLSFTAPGCENCPKYALSHKNKFYVSYPSAHCIKVFNKRGVYLHDIGCERSNDGQFVVPVGLAIDKYNQLIVCD
LFKILKKEAECSLCLETVKNPKTLPCLHSFCLECLDELASFARRQLQTTIKCPVCQTSFPIPDKDTFVNLPSSFHLNRLV
DVLTLEDSTAQTQKCNSCDENNLATSYCFACQSFMCASCLQSHQRLKATRSHRNVLIDKLQAQDVQELIERPVMCSQQYH
EDQPLEFYCQDCKVLICHKCSVVSHNRHNMKDTQKAAQEQKTQMAEAVAKLKAEILSCKNEIKKQTELRDKNMTDIMSAE
KKMTNTVEEWIRDLREYEKKMKDKFRDIYEAEQKQHETRLENLELITAQMKSCVERGQCILKRNNSAEILQTNLAILGRC
DDLLSERKADVYKSPYLNYWVEKKFNFLDRLVVTKTDPLMCLTEGHDSKTGIESNFLVVTRDSEGLQCYQQYDEINVDIS
APNGDRLKTDLKDTKDGIYTVTFTPQCVGRHRVEIRVNGQALTGSTFAVLDGQCNVLDEPFPLGHGQGLFGYYLGEVEEN
INNDDQDYFSEEYDEELGHVEGEYPHYHGDIFQELGDPEYDGHIHQGYDVDYESFDDEI*                    
>Adig_9256v106161                                                               
MAVLREKEIPLSRVLLSYSSIAPSSLNGVFINGSRILPNVQHIIEAGDKIAFGVGVDSNPPEFEYVFENVGRGRKRQHAD
IVTSSGKDVLAKSRKILSESGSCMNVPVSADETAIKAAFGVAEEKIKKLKVSLEEKEKCHAEVVSLLEKTEKEMQAKLLD
QKATLEKEKQELESALKTLFSEKLTEKEELLNEQLRVQKESLIVEKEQIEAQLQEELNRKLEEKDKELEDQLMQQKNALE
QVIAEKEEQQYKLHCELENYRASQARLIDLEANERKMESTLQELRQIVESKNEELLKQQEETKRVKEETRKTVIEQMEDE
FTCIICQDLFIDSTTLSCAHSFCEHCLQTWLQKKNNCPICRQLISGKPVRSLVLDNAIAKMVESMDEETKTRRQMVSQER
QELKRAAGQSRATPASAQGLSVTASDIGAHMPAGHTHHAAPREVQHRARNPRPGRAREQPYEVQIQDLRQAVAHQRNNYN
RYYENRYYGGHGNHPGYRSVGGGNSGGSIERDYNHQSSNFMQGLSGTYYPGYGQCRLCGMRGHWAAGCPYQH*       
>Adig_9675v106569                                                               
MDVQQLLKTNKEMECLLCLGALKKPKRLPCLHSFCLGCLDKRANQARRQRQHEIKCPVCQISLQIPETDTFANLPSPTIH
VNRPVDVLAFEEGTVQSQKCSSCEKYNPLTSYCFVCQSFVCASCFHSHRCFNAIGGHRNDLIKQPLNQDMKQLIERPEMC
SQRYHEDQAMEFYCEDCKVLICLKCSIVSHNRHIVTDTQKAALERKMQMTEALAKLKAEILLYENEIKKQTELKDKNVTD
IMNAEKKMTDSVEEWIRNLREHEKKMKQKFREIYEAEQKQHETRLENLELITTQLKSCVERGQGVLERNISAEILQTNHT
ILQRCDELMNARKPDRYKSPYLNYLVDKKFYLLDEILVTNTDPSMCFVIESHDSEIGIKSNFIVVTRDSEGSTGYQENDK
IKVDILTPKGDHLKTERKDSKDGNYTVTYTPHCAGQHRVEIQLNGQPLTGSPFVVQVREHQYQFACKFGSTGKRPGRFDW
LRDIAASDKSGKIAVADYWNKRIQLFSSDGKCQREVRLDGYPFSVVFTDCGDLLTLVYESKHKLHLLTQEGEFIKIINDK
HLKKPQHLSITSDGRLIITDALNNKVKVLCPYGNNLLLSFVAPDCDNHPDCAIYHQNKFYVSYPGAHCVKVFDKTGVYLH
DIGCKGSNDGQFAYPLGLVIDKYNRLIVCDENNRRLQLFTLSGKFLSKLQGEYFNNSNPWYCAINSDNYLFVADYNNDSI
HVFH*                                                                           
>Adig_9688v106581                                                               
MSRLEEEAEGSIQVEDTSEKENMEPPLKKAKIKNEKRIDRLGKLEARLNDILSCTVCLDLPTKSVFQCRNGHLMCASCFT
HLLADSRLKNEPSTCPNCRTEINRNICCRNLAVEKAISELPTECLYCNQELPRSCLRNHEERECLNRPVYCKFKRIGCMW
GGPFHKLRDHEEKCVHPGMTGFQLMESLETTEKLHQDEKELFQNILNLLSYEKIAINDLQLKPNRTDDYIPQLCYESSRF



NALGQQWIVKANVVGNEKSLKRILAYQLVLKGKVNLNVKFLMLQSPFSDLSIKPEVHHQQFNGETQESNYHDLVLSDPME
CNKMLEANTIKLRMIIFQIPGPE*                                                        
>Adig_9818v106710                                                               
MQSGFGNMADRVDRETGGFEVEFVSPLPQEYECPICQLAFRDPVQIEDCGHRFCQSCLQELKRRQGSPCLCPLDRKPFSS
SKVKTERVKIDLGMIVCSGVT*                                                          
>Adig_9905v106787                                                               
MPGYNLCSSDQEKVEEKYTCSFCHLLLKDPFQTSCGHLYCKECLGHLYSNNQTKMTCVVCQEKFLENEDYKPEVPSHNSF
ESLLCWTLKNPHTIRDCERTEGPCPFSQFGCSKTEVLSQKEKKEHLTKESIHHNILLLQFAVRVSKEMESLLRSDPRLLS
SRQQMFMSYDNVIQDLFNQMQIHSDTERHLQEMLRQHSERITAVERKLVLVNTTGGSSAASSQRLPDDEGSSVSANVERR
VTDLGNKTADYEILILENNCIAVESSQEAANLRRRLDNVQKSSKRSEQRRESIEHALALSDVTLADLEEYARKQKCLSYD
GQLTWKITEYARKRSEAVNGQKVSFYSPCFYTSRYGYKMCARIYLNGDGMGRGTHISLFFVVMRGEYDAILRWPFRQKVT
FMLLDQGNVEHVIEAFRPDPNSSSFQRPRGEANIPSGCPTFCSNEELSKRAYVCDDTMFFKIIVDISDL*          
>Adig_10633v107453                                                              
MSQLSQSSSSTSSAQSRGGRRRKRPHPPVYGGIMNSFSDRNSDFVCPICFDIIDEAFMTKCGHTFCYECITRSLEESNRC
PKCNYIIDKPDQIFPNFLYVNYVLDVLTQKKQQLEADSQAVQHELLKDFLSQVKRHKQEQLDQLTREVKLIDEDMKRVKE
MIATHNRQYPLPVPLTLPGAERLLVNDVILLVPFSVCSIEFDRDFDYFAIAGVTKKIKVFEYGTVIRDVVDIHCPVNEMV
CNSKISSICWSSYHKGLLASSDYEGTVTLWDAFTGSKTRSFQEHEKRCWSVDFNHVDPKLLASGSDDAKVKLWSTDMEHS
VACLEAKANVCCVKFNPESRYHLSFGSADHCVHYYDLRNTTLPITVFKGHRKAVSYTKFINTEEIVSASTDSQLKLWNIS
KPHCLRTFKGHINEKNFVGLASNGDYVACVMLSEEGILDEEVLTIFNEMKVQNSPLKISFS*                  
>Adig_10710v107515                                                              
MDFDSVSPDPSVQQLDNETFKFEAGSKHGIKALMVMDDLRKRRQLCDVTICVGSKKIYAHRLVLSSFSSYFLAMFTNGMM
ESVEETITLKDVDGNVVELLIDFAYSGKLDITIDTVQSLLYTSSLFQLTAIQKACSDFLQRQLHPSNCLGIRSFAGTHSC
TVLLQASEKFIHEHFNDVVQNEEFLLLPREELATLLSCEEINVNSEEDVYNALIAWARQDVDERQSFLAELLEQIRLPTL
SPHFLVDEVEKEELIRQDIACRNLLDEAKNFHMLPDRRSKLGSQKSRPRESTFSKLFSVCGMDSTGHPLRTVEQYNFHSG
KVKYIPPLNTPRSGLGVAVLDGKLYAVGGHDGTSYLNRLRCTCNSDWSYVIVYRQKVKIISNSRFSVTFCLSGSLFEQTV
ALLIMEKEAEDDMSKGNFNKAREKFEMLLQQDKSKTKFWLLGKADCLACEGRLHESLPVYCEAFKYGKVNPDRLHRFVKA
LSKLIEKDSCATEQQTPVEDSNGLQCGVCTGLLYDPVTLPCGHSFCRLCLKKQESEKCVRCGNQFSYSRLKTNVILQHVL
EKSFKVELEATGLRLQGNQLHRKKNSLEAIEKYEEAEKLSK*                                      
>Adig_11089v107854                                                              
MDSPSKMVFDSVQFDEGIPAQYLCDVCKNPLLDAQIATPCGHSFCGFCVETFQATNGGGNITCQMCRQSVVVFCQNRLAN
NMLAMVEGECIWCHQRFPLNTAKDHVKCCGELETECSRCHAAVKRANRNSHNDECLMADIQCECGVLLKRAEADEHRRNS
CALQEIECPLKCGETVKRCMTASHSLVCANVAQKCSIEGCGHNIRRSWHETHMTEHQGSHVQLLQNQMTKALWNANRGHL
RVTTVRGERGVFKWKLGDVPHTSHSLQSPTFNKFSRNWKIIHRNGAILLHFEQGVDEIAVFVSFIVHTREGKKHAYVDKG
PQYVILKEGDYVQVFTGLNTSPESIIVRMEKTEPRTHCT*                                        
>Adig_11294v108044                                                              
MGISQELFVGKISTEFICSHCHDVFLEPTVLTCLHLLCSKCCKKRLKHKAPTCPVCKKSLSESDEKVNKYWRERYESLKI
NCPKGCENVVMLGDLHEHYILECELTVSLCVNLGCSRKISRRDMPFHLKQCDFRIVCCEGCGFRTKYVNLRLHQVVQKCL
RANNRRMIVQNRREMRERLKEHRSKLQEESFKIEIEERDFDRAKMWSAITRNSRSRSVTPNHFGGCRSSDPSDGRGFNRF
VQTAPPRSLAKAVQGTVATQCKLCAFCNKLFTENCNHSEACIWHKGALPWLLPFGHSK*                     
>Adig_12376v109051                                                              
MDVQQLFRILKKEAECPLCLERVKNPKTLPCLHSFCLQCLDELASFARRQLQTSVKCPVCQASFPIPDTNTFANLPSSFH
LNRLVDVLALHDSTVQVQKCNSCDENNAATSYCFVCKSFMCESCFQAHQRLKATRDHRNVLIDKLQAQDVQELIERPVIC
SQQYHEDQALDFYCEDCKVLICLKCSIVSHNRHLVTDTQKAALERKMQMTEAVAKLKAEILLYENEIKKQTELKDKNVTD
IMNAEKKMTDLVEEWIRDLREHEQKMKQKFREIYEAEQKQHATRLENLELITTQLKSCVERGQGVLKRNISAEILQTNHT
ILQRCDELINARKPDRYKSPYLNYLVKKRFDTFDQILVTKTDSSMCLAEFDDSEMGKESNVVLVTRDSDGLQCYQRDDQI
KVEILTAEGDHLKTKLKDSKDGKFTVTYTPLCVGQHSVEIEVNEQPLTGSPFLVQIHQQHYQFAFKFGSRGRRVGEFFII
SDIAMSDRTGTIAVSDMGNKRIQLFSSDGKFQMQVKLDGKPYSVAFTDCGYLLTLVSENNNKLRLFSEEGQFIKHINDKH
LKKPHHLSIASDGVLIITDHASNDVKVLSPDGNDQLVSMTAPNCYEHPECAAYHQNKFYVSYPGAHCIKVFDKTGLYIHD
IGCEGSNNGQFDYPRGLVIDKYNQLIVCDVDNQRLQFFTLSGKFFSTLQGEYFDIDGPWYAALNKNGNLIVAGLSRNYIF
VNASEVFDTKRD*                                                                   
>Adig_12378v109050                                                              
MDVQQLFKRLKKEAECPLCLETVKNPKTLPCLHSFCLECLDKVANFARRQLQTTIKCPVCQTSFPIPDTNTFANLPSSFH
LNRLVDVLALHDSTVQVQKCNSCDEKNPATSYCFVCQSFMCAPCFLYHQRFKATRGHRTALIDKLQAQDVQELIERPVLC
SQQYHEDQALDFYCEDCKVLICLKCSIVSHNRHLVTDTQKAARGQNMEITKALAKLRAEIIRYKNEIKKQTELKDKNITE
IMKAEKKMTDSVEEWIRDLREHKKKMKQKFREIYEAEQKQHETRLENLKLITTQLKSLVERGRGVLERNISAEILQTNQT
ILQRCNELINARKPDRYKSPYVNYSVKKKFDNFGQILVTKTDSSMCLAEDGKHAVAYTPQCVDQHSAEYQVNGQLLSGSP
FLVQIRQHHYQFSFKFGSTVQRVGEFAWISGIAVSDRTGTIAIADFGNKRIQLFSSEGNFQRQVKLDGEPYSVAFTDCGN
LLTLVSGNNNKFRLFSEEGQLIKYINDKHLKKPQHLSIASDGRFIITDEASNEVKVLSPDGNDQLVSMTAPNCSKRPKCA
VYHQNKFYVSYPQAHCVKVFDKTGLYIHDIGCEGSNDGQFQCPVGLVIDKYNQLIVCDINNPRLQLFTLWGKFLSKLQGE
WLNMSKLRPRHVAISLNGTLFVSSFRGNCIYVFH*                                             
>Adig_12379v109049                                                              
MDVQQLFKILKKEAECPLCLETVKNPKTLPCLHSFCLECLDKLANFARKQLQTSIKCPVCQTSFPIPDTDTFANLPSSFH



LNRLVDVLALGDSRVKSQKCNACDENNPATSYCFVCQSFMCESCFLYHQRFKATRGHRTALIDKLQAQDVQELMERPVIC
SQQYHEDQPLEFYCEDCKVLICLKCSIVSHNRHLVTDTRKAAREQKIQVTEAVAKLKAEILLYENEIKKQTELKDKNITN
SMNAEKKMTDTVEEWIGHLREHEKKMKQKFREIYEAEQKQHETRLENLELITTQLKSCVERGQGVLERNISAEILQGSHA
ILGRCEELLNARKLDRYKSPYLNYLVNKKFDIFDQILVTKTDSSMCSVGFDYSEIGRESKFVVVTRDSDGLQCYQLNDQF
KVDILTPEGDHLKTVLKDSKDGKYTVTYTPQCVGQHSFEILVNGQPLTGSPCFVQVNHQSYRFAFNFGSRGKGPGQFGWI
SDIVVSDKTGTIAVADAGYERIQLFSLNGKFQRTVKLTGGPFSLAFTESGDLLILAPENNNKLCLFSEEGQFIKHINDKH
LKKPQHLSIASDNRLIVTDEANNKIKVLSHDGNHMLVSMTAPYCDKYPKCAVYHKEKIYVSYPGAHCVKVFSKKGMYLHD
IGCEGSNDGQFNYPVGLVIDKYNQLIVCDGNNRRLQLFTLSGKFLAKLQGEYFHNITPWNAASNNNGNLFVPDRLGNHIF
VFS*                                                                            
>Adig_12999v100897                                                              
MASKRASRKTVALREETPQDIWCKYCSKVFEEPKVLPCLHTYCKQCIDVILGDNESSLFCPICRSEVELPSKNLDDLPTN
VVAVRKLQEFERQKLRYREEDCSGCENGRHLATSRCLECEEFLCADCTQAHRRVKFTREHQILSLEEFVDRTNPKDESLF
TTCGRHNAENVDMYCKSCDLLTCKDCRMTIDHAGHEVISLQNAIDSTKPTLLTLLEATQKNIPALQKSVYEIIKVYGRWQ
NKIDEISWQIRRTSRRLIQAIKEREHQLLKELNTIRESRSSVLVNRKDEIEQNLVRTIDGCEFSEEIFKEGKDTDILAMN
SLICQRLLELQETKTNGHLNNVEVAFDPDERPILEAIREAFGSITFGHEPPENRDTETEAKHQAKVSPVPNGGTSIPFAS
TEENNSDTSHLASESQSGISPSTSAPALNEDTPRAKKPKGRRFGFPALAIGKKASEPVGKLTPTEFVIPTTDNRGRPREV
SVQLESPDGSVVSAQVLDNKNGTYTIFYCPRSPGEHNLYVSLTSKHIKHGRRVLNFYGSFPKMKDEELSLICKTLCMIKW
HVTPGLVRIKDGKKTAGEISFTEMNQSEA*                                                  
>Adig_13158v109779                                                              
MDVTELYKKLKIEAECPLCKETVKNPKTLPCLHSFCLECLDKQAILGRGQHETTIKCPVCQSCFPIPESDTFESLPSSFH
LNRLVEVISCEKNSAQSPKCHNCANEDTATSYCFVCRSFLCACCNEAHGRLKATRGHRNVLIDKLQAQDVEDLIYRPGMC
SRQYHESQPLVFYCEDCKVPICYKCSEMSHNGHRKTDAEETAREKKVQMAEAVAKVKDKVVVYEYEIKKQTELKNKREAE
IRDAEKKYTDNVEDLIRQLREHQSNMKSKIREMYDAEQGADQRTRLEDIQLIANQLRSCMERSQRILETDVTAEVRQAES
RNPGS*                                                                          
>Adig_13244v100929                                                              
MTEPSREIQRFNSVWKRSPRGNSVSSADERSSGRKCSLSSRRARNTLDDCQQVPQTAKQCKFEMNWTCEKDIARALIDLQ
KEALQKETQTSSVNCEKKFLHCPVCRCFYVFPVTLSCGHTLCKTCIWLGNGDQNSQIDCRQCGVRNVSNRLSVNVLITRL
IQKLFPGEYEREVRKLENIQRERVPGTERAKLVASLTDILEISPDNFKALKWRSRAYLEMEKYQQALEDANRACVLRPFL
PSVFYLRGLILVAIDSYERAAFSFARCVALDASSLGLPQLLTCLTKILSSESPYHESFWEQFATLNSVQMTTNRCKLSLE
RLFNDSVGNADKSEKRKRKRSNVDEAIGSSADCVEKKSGGKRSFQEAEASENKWDEQPQSKFRKLSRHGNQLITKEDLEC
KICYSILYQAITTDCGHTFCRDCLKRSLDFRPECPYCRQSLDCRVISHTAITFEVKEAVEDMFHEEYTERERSFTDEEAN
WKRVGVDESTEVPVFVCMLAFPSLKYPLHIFETRYRLMIRKSYELGTRMFGMCTTDEEMGFSEYGTMLFIDNMELLPDGR
SIVQTTATRRFQVMSRSMRDGYNTAMVRWLEDEAVPKPLNVEVRHLDILRVDCRKHLDLWFSGLTELQQECVTNAIGPIP
NDPEKLEYSSNGPSWLWWALAAIPLQDRAKLIILSMTSLEERLRSLRRFLALLVSNR*                      
>Adig_13516v110105                                                              
MPGYILAPIDRLKIDENSLCPKCDGLLREAVQTIACGHRYCKSCVDIILRQEVGKCVIDGSVISEEQIFVDRFVEREIQS
LIVHCENHEHGCAWKGELRNREAHDTEHQDNECPSVLITCPSCNREGIPRIQMAAHTDPISGDCEETEAYCPLKQIGCSE
TKIMKFQERKLHEETNAPNHLMLLFQTVLQLFSMIGINTHDLSHVTKNGTRFPSQTELEHFAKQVELILKENGELKSKIA
QQEERIQLMDRQQQNFSSSASVENAHNLLATELSRKLNSEEAKLADLEFLLFEGNKVNEDLQRQVSKIAKEQEAFSGTVN
RLQGQVESMGPPLSLHNVMMGDSQLNDRTNQQQITSYNGVLRPRRETNIPSGCPTFCSLSELNNHAYVKDDAMFLKVIVD
TTDL*                                                                           
>Adig_13517v100959                                                              
RPAPRGGFNRSLDFKKGTRPAVVRDCPLVGPGTGSKKYGSSLNHLLNFKYTPREKPFVYHPRSTNKRYTTFNKEQFIQAN
FQFVVCDSGDYTVHAMDPDVLVEWDSIEQVRIFSHEVPSCPICLYPPVAAKMTRCGHIYCWSCILHYLSLTDKPWHKCPI
CYEAVHKKALKSVVALESHSFSVEDTITMRLMKRAKNSVLVMPKADWNEREFKPFTINDKEETRYAKLLLASKEDVLKQS
EEVCYIEVAMAEVRKSWRGEAIIFVAADDGQNIFLSSLNTRCLIKEYGGLEYCPDTITAKILEMDARSQSEDLRKRYRCL
SHLPLTCEFVFCELDIKPPIISQATLNFFKGEIQQRKQQRQKKLRMEKRREQKAISNVSLPDFSSRSANDGLAAMAETEG
VNMQSDVIPSPPSFAQARQARRVMARSTRKTRRNFSSPLEAS*                                     
>Adig_13535v110120                                                              
MAQTIPAFNCRFTRQVDPQLQCSICYSTMLKPVSLGCGHSGCRECLTELVTKTLMPKCPMCRTELRADSICVNIALDHIT
SELAVECLSVGCGWKGSYGQAPEHFKKCPKLQVDSSAVVAVTSDVISQLKIIMLELKAVYYGQDNAGCDHCGFTMVCAII
LGLL*                                                                           
>Adig_14059v110631                                                              
MTKLLAASNMNKLTSSVIAGVNVEDISKHLNCGICKRLIRSPKLLPCLHSFCQACVENLAKRLNPNETLVCPVCQTDAKI
SRDEVNTLPINFFLDNMLDIALINSSDHEPVPCSSCDAGNPATSRCVDCGEFLCERCYGVHKRIRQTKDHRILTISELLE
SNTGEDLHRPAFCAIHRSEQLKYYCETCNEAVCRDCVLIEHRQHKYNYIKDCKKIQKQRAALENLYEQCAGSVTLLEKSI
REIQGISDTLHGRLISVKAEIRQTALQQIKVIKERERELLIKVEKIHSAKSVILRRQKEQLENDFTRFRTGCDFSEQVLR
YANEVELLSLRGHITNRLTELNETELECKPQENAELKYEVNSKEAESAVSHSLGLLKSSGPHLTLDDSALPLTNGNENTE
SAEISLREAPISVELRDTTGALLAPETIHQADGQSLTGYHPYFNGIFSFTVFVRGQTVEGFPLDINIADIAPRVRSARKA
IEGSGSKFGKLGDPHGVAVDQDGNVIVSDSRNHRLQVFDTDGNFRFRFGSPGSADGHFQSPSGVAVTRDGEIVVADTMNN
RIQKEKNGNAKNMASDVERSGWSAQLLNNRTSPHVSPNGTSAIADCEVLIESEFLELNSQLHYSKTVHILLTDEFVFVKE
MRDGRDSEASSLLQHDSEKTVSKFLRFEVAIEVFKGCAFTFKAKWSKDSPVWKTYELCGREEVWVKWLRSFNLEESQDLA



MISSNTSVGDSESDESSDDEEGDEVQMIPEYALTLSVDRTISTWSVSMLNPSKVRRFAITQQHQALLPSLESSRNDSDLE
DMFHNLNSGSIYRSNSHPSLSLGKPFRCPSLPSIADLGNVRLDADLRFNSRRTRVQSLADGFNREEENGDKNTVLSTLQQ
RVENLRAHPSNLNFVRRGKGDEALWESLTTPKHHRKHSLYLAIGNEANRIPMPSDLSTRCVRKSPVSRHREIDKHDGKVL
YSPHTKSRHSSLSPKRCSTRRSDSLPPSKKPELSCSVKSNAERVSNTGTPCCSEFKDDMAVDLGEADQPPRKEKIKRFWS
VLYKKRPKLRAQEIESDDSCKASDNTVRTNNGNVLSVQDSDSLNRVVVGGRRGGFSDNFAAVKTVGLTMEESVTTFQNKQ
GKW*                                                                            
>Adig_14658v111178                                                              
MMEEGLYISDNEIFDAIDVDSDEDSIDDQFEEVVVGFVDDEDSHEEIQFRLGGYEYEFVDEVSTSQKCPVCLLAMRDAVQ
TAVCGHRFCRDCLQGILRSDNPVCPNDRQEIEEEGGFFTDKAWTREILSLRVKCKKSERGCDWIGEVRHAEEHQRDCPYE
DTECAGCDEKIQRRLLQMHLAEECPKRVVECVFCQDEFYFIKKQEHEEIYCKRFPLVCENNCGHDEIPREEMAEHILEKC
LETIVSCPYSSAGCLFQDKRGYLNEHNEATVEDHLEMAWAAFASTKKELGSFKDLRQKFDELEKDNQRMKKKFDESEKDN
QRMKRSLALCQAQLDILVQEVQPLIDKKKKAAEDIEKLTSTISRRQRLRVRRLVNDAPTSNSQAPSTDARV*        
>Adig_14660v111177                                                              
MRLAAALTRTSYTISRDTMEEDLGLYIGDDEISVASDVASDDDLVDDQFEEVVVYDDGDLHQEIQFRLGGYEYEFVDEVL
PSQKCPVCLLTMRDAVQTSVCGHRFCRDCLHGILRSDNPICPNDRQEIEEEGGKQEHEEKYCKRFPLPCKNNCGHKNIPR
EEMAEHVSEKCLETIVSCLYSSAGCPFQDKRAYLNDHNEATLEDHLEMAWGALVSTKRELDSLKDLRQKFHESEENNKGL
KKSMEACQDEILNLNHAVASLQLVTSLQREMMKEMEKKMEENVEKLASKVRRSIEVGQLKTQRTLVKRKPTPGEVSYAPS
FDDVRKGATDTPGRCKGDVNDYHNCLSISVHPCQSLKGPVVSCSPQETRSSSLGPRIKSSDWA*                
>Adig_14671v111189                                                              
MGHNQLIHDTKEEVLMHRWRYPSLSIHGIEGAFHESGSKTVIPKKVIGKFSIRLVPDMTPKTVEEQVCKYLSELHEKRGS
PNDIEFPENLRSEGYDEYFDPPLKNEHVCAICLLGLREPVLTPCGHRFCRGCILRSIRDAGPKCQVDNEHLEEWQLSPDN
FARREMLNHPVFCQWKKLFDCPWKGPLRKLEDHLKECGFVDVSCPKNCGKEFQRKDLKKHLKDDCPNRTNPCTFCAEEVL
WNSMEIVLDTLCRVRSAEKKTFAEMRFNRQETRAFDFEGRVCNGSYIWRIENYRQRRRDAINGVATAVHSPAFYTSLYGY
KLCLRINLNGLDRGVGRYIALFVHMMQGDYDSILEWPFTGNITLTILDQSEGTEFRQHISELLIAQPNLLAFQRPTARRN
YKGYGYVEFAPIEHIREPMYIKNNTMLVRIQXXXXXXXXXXXXXXXXXXXLIIEKPFAPIQRL*                
>Adig_15415v101196                                                              
MQKRVKLPLSTLNEHIICKLCNGYLVDAATITECLHTFCKSCLVRHIDLINQCPTCNTVIHETQPLYNIRLDRTMQDIVY
KLLPKLEREEKRREHKFYKDRNIPYPDTKACHSQAVPGPSKAVTCKTQKTAVAKICSNKAKTGKSFHRTHEQISIQLETF
RDGGGGPARIEPLQKKYMRLSTQVTIGLLQRFLAFKLQLESDSMVGILYDKTEMGRDLTLKYISDNLCSPQEQSYPLVLH
YRAMDTTLT*                                                                      
>Adig_16102v112496                                                              
MDVQQLFKILKKEAECPLCLDTVQNPKTLPCLHSFCLECLDKLANFARRQLQTSIKCPVCQASFSIPDTNTFANFPSSFH
LNRLVDVLALHDSTVQVQKCNSCDENNLATSYCFVCQNFMCESCLQSHQRLKATRDHRHVLINKLQAQDVQELIERPIMC
SQKYHKDQPLEFYCQDCKVLICHKCSVVSHNRHNMTDTHQAAQEQKIQMAEAVAKLKAEVLLYENEIKKQTELKDKNVTD
IMNAEKKMTDSVEEWIRDLREHEKKMKQKFREIYEAEQKQHETRLENLELITTQLKSCVERGQGVLERNISAEILQTNHT
ILQRCDELINTRKSDRYKSPDLHYFVKKKFDTFDQIVVTKTDSSMCLPKFHYSEIDGDNKRIQLFSSDGKFQRQVKLDGK
PYSVAFTDCGDLLTLVSGNNNKLRLYSEEGQFIKHINDKHLKKPQHLSIASEGVLIITDHASNEVKVLSPDGNDQLQSMT
APNCDKYPDCAVYHQNTFYVSYPEDHCIKVFDKTGVYIQDIGCKGSSYGQFDCPRGLVINKKNELIVCDATNRRLQLFTL
SGKFWGTLQGGYYKHGSPWYAALNKNGNLIVAGPFENHIFVNSSEVFDKKRD*                           
>Adig_16700v101359                                                              
MPDKPFLHRSYQNGVRYDDNINPNKSFVGGMFGRKWRLEREREDLKRDLEEDAEEERRRKTLIHPKDNICPTFMIWGVCH
RGDNCHLRHPPGRYLKRPPRNATSPEHAPEEPKKDPNSFAAILEKRSNPEPKEFVNDDLPKNERAIVETNCKSYCNALVQ
KESTSCKAVTKKSFEEEFPCLGVTVKVHSKPKQVAQGPWAIKEDARKVENENDRVIAESLQADEYAISEQFYGDYYDETN
EDEIYPDFQEQEVNLLERDINEDNLWHQETKARGLEDVPYFSEVFVDQSIEDDGAPSPPPVISGICDICMDRPKDATLVC
GHRFCYQCALQMRLDERVCAICRRCIVSVIKTYN*                                             
>Adig_16863v113183                                                              
MSWMRDQERLSRVIMEELKCPVCLEEFVDPKTLSCSHTVCTACLSNMVEPRALGTNAGGFVRCPTCRSYTEVHPQAGIQG
LPTNYIVKNLISGKNRAIEIKELEAGIRRSRKALNVRKELVTEIVDKSESLSHQRQQIEGDITQMGEKIVQMVRENQERL
IQELHTKVSMQQRELRQKREAMQRMTSRANKILEKIEEKVQSLSSRQLIEEKSSILSDLIDVDAIEPAMEIPELETIAFT
PTISENDIENLTALGKIDCSNIQDHSTVAVRIQDYSNDNIESSAFGTSGNENGKFMLPWGVAVRSDGCIAVADHANNRIQ
MFDIQGVFLQVVPDSETETVRLPTGIAFDLDHNLITFDRQSRVIKVLDTMGQLIRKIGHEGDFSDGVEGLSIDSDGRIIV
TDSSNEQVLVYHNHGNLSLKFGASGKNRLQRPSCAVFHHGQFIVSDTFNHCLKVYNRHGIYTQQIGRPGNEAGQFFHPRG
LAVDASNNILVCDSGNCRVQVLDCDGNFVKSFGKQGQEVGDFSMPYGIAIGNHGEVVVSDCGNNRFQIFKFPFLEMTLL*
>Adig_17217v113481                                                              
MADGLLVSSVNYSSSQTSAAPINRLQMGGYDADFVSPISPDYLCPICQLAFRDPVQTRDCGHRFCESCLEPILRKPPAFC
PIDRRTLTREKVGAISLSISVSNCISLVVVFVLITYFQRQYHQDLILVLIARDKRV*                       
>Adig_17523v101537                                                              
MATGGFDLGSNSEEEKLSCPVCLEIFESPVSIPCGHTFCIDCLNSSENASGKSRCPVCRTYFQPHQKSKAHFIERQIFQS
SSTCTGCYRQFPMSRLRAHRASCTQMSSDLSFSPVAPTRQSFPE*                                   
>Adig_17689v113828                                                              
MDVQQLFRILKKEAECPLCLETVKNPKTLPCLHSFCLQCLDELASFARRQLQTSIKCPVCQASFPIPDTNTFANLPSSFH
LNRLVDVLALHDSTVQVQKCNSCDENNPATSYCFVCQSFMCESCFQAHQRLKATRDHRNVLIDKLQAQDVQELIERPVIC



SQQYHEDQALDFYCEDCKVLICLKCSIVSHNRHLVTDTRKAAPEQKMQMTEALAKLKAEILLYENEIKKQTELKDKNVTD
IMNAEKKMTDSVEEWIRDLREHEKKMKQKFREIYEAEQKQHETRLENLELITTRLKCCLERGQGVLERNISAEILQTNQT
ILQRCDELINARKPDRYKSPHLNYFVKKKFDTFDQILITETDSLMCVAEFDDSKIGRESNVVVVTRDSEGLQCYQRNDEI
KVDILTAEGDHLKTELKDSKDGKYTVTYTSQCVGRHSVKIEVNGQPLTGSPFVLQIRQHHYQFSFKFGLEGNRAGESWIS
DIAVSDRTGTIAVADLGNEIIQLFSSNGKFKTQIKVDGEPYSVAFTDCGDLLTLVYVRNNKLHLFSEKGQFIIHINDKHL
KKPQRLSIASDGRLIITDQANNEVKVLSPDGNVKLVSMTAPNCDEYPEDAAYHQNKFYVSYPQAHCIKVFGKTGVYIHDI
GCKGSSDVQFDCPRGLVIDKYNQLIVCDVNNQRLQLFTLSGKFLGTLQGEYSNNYNSLRCAASKKNGNLVVAGPFEIFIF
VFDKKRA*                                                                        
>Adig_18637v114668                                                              
MDIKIFLDNLYKHVSCPICMNRFTNPKLLPCLHTFCLRCLQRIQATSGIRDTILCPECRRNFTISGNGDLNILPTNFRLN
SLLDALPATECKTSGVKCGNCEKTAQESVYCFTCCSFWCHGCLPFHNGIRAYKDHHALALEHFRDEDFENILKQPMFCAK
HEKKELELFCQACKTTICNSCALIDHEGHAKISLEDAAKEQTLRINRANESQRRKAQKMKARIDKLNGKCIQVQEEAANV
RSDVQQFSDNLIAAIEGKKKEIFDKVEKKAQHCLEPLREKRQEIEEEMKKYQAVIEKTDRILKRSTGAQIMQPNEFLDQL
FREEGEREDTDDLDGKHVIDFVFKRNEEIFNEVYAKQLGFLKTKINSNESTVEGKGIIEGTIGLLAQIVVITRSTLGEQV
YDKDNRVTMEIRNHEGHGCSTKPQIHDNKDGSYKISYFAKETGTCQASVKVNGQHVRGSPFKTEFKPRLFKPMFSFGKQG
LAVGMFDGPWGIAVNDNDKIAVTDRNNHRIETFLNDGTHLRSFGGEGDQQGQFSCPRGVAFYTNNIIVSDTGNNRIQIFD
DQGQYLDQFGEKGKLNHQLDSPQGLSIDSDGNIIVADYYNKSIKIFSFDGWFLRRIGEEGSFIDPIQCIQHDNYFIVSDK
GDNCIKVFDKQGKFLFRFGKRGTGDGEFNKPGFLSVDRAGHLLVCDSMNHRVQVFKLNGEFVTKFGASAKEEGKLGWPMS
TAILSDGRIIVTDFLNHRVQVFE*                                                        
>Adig_18716v101743                                                              
MATASRSSAAIITESLVRVFNEELSCPICLEELKEPKCLPECAHNVCRACLENMARPSPEIIRCPICRRVTQMPRGGVRA
LPTNTVLIRLLEATPGRQERLDVQKSLDKSKPVVEEMEKRLNILDHALEKLETNWRKSKEGIYFTANMMIEEIRNQESKL
CSDVEEFFGKKQRVLQHQRQNLSTLISNASSCVQTAAEVLEKGEVQELTDMAKVLTDQLQEITFMNIEDTEEMRSRCQEL
VDFFPNHDLQITLERECIGELKTQITEKAASSDGYSTDTANFQLMGQVIKKIGHKGTRNGNFRNPGGVASNENGEIAVTD
YFNNRVEVFNERGKFLFKFGKKGNAEGQFIGPTGIAYTRNNKLVVMDSRNYRVQIFDSAGQYLLSFGKRGSNEGEFGLAE
GIFVDDDNNIIVTDTENNRVQIFLMDGTFVRQFGGRGPEGFDKPLGTVYHKDEFYTSDKGNNCIKVFNRCGAYVRQFGRV
GFGTGEFRCPRGITVDSANDFILVCDTENHCIHVYKLDGTHVTKFGTKRTPVGIDLLKGRHVIVSSYYGHCVQILTYL* 
>Adig_18720v101739                                                              
MVNGISPNSVITFLVREQRWPFKMNRLFCAEDSSSCFGERSTNPVSRFGRNELPLRFHENPRCGGYDEYFDPPLENEHEC
PICLLGLRDPVQTPCGHRFCRGCIWRSIRDAGSKCPVDNQYLDELQLTPDYFAMREMLNHAVFCKLCPWRGPLSKLEDHL
KECDFVDVSCPKNCCKEFQRRDLKKHLKNDCPNRTIPCTFCAEEVLWNSMENHFQDCPQYPLSCEKCGKENIPRNEMQDH
NEKECPTADNECPFNVVGCPFEVQQAFIFFLYVIYGMQRYCSTVKKRERLISKAVCAMVLTYGGLKTTDSVARTPSTALR
RPYTAQPSIPASMVTSCACVST*                                                         
>Adig_18946v114927                                                              
MDSAQLNELLECPVCLKQLDQTCKVLPCQHTFCRRCLTDVVETRKELRCPECRILVEKDVDDLPVNIFLVRFLESLKWGQ
HTKKSLDSIGPETRDNDSDKGEIITLLKRVDENWYEGFCNGRQGFLPANYIEVINPLPSLDDSFDRPIAKALFDFEDEEE
QDLLPFKQLNGAAKNIVEGVENTKDQDTAKLQTAEAKKRESKRHTFHFVGQQNEESQACGLQRRSLDISSSDTLGSCVSS
ASSTAENRQVHHRLENPPASERCRVVVAYPPQHDAELELRVGEIVHVTKKRPDGWYKGTLERNGKTGLFPGSFVESF*  
>Adig_19240v101851                                                              
MDIRNVMENLEELLTCPLCSNVVRNPKLTPCLHTFCCDCLKDIARNRPYQTTISCPLCQTDIRKPEGNQFDSFPSNLYIT
RLLDLLIAKRRNYPDAACGNCQKKGILSAFCFACDTFMCDECVNAHNVITRSNTHRTVNLGKFKMKDFEDLLRRPMLCSH
KFKEKGIVEYFCYDCNSCVCHVCNIAVQHTHRIVDLHEAASEQKLKLREMNSKLKDKVRMVEIGIRNVEHRSMEVEEQID
YLKKDITTKMDKLVAAIRTHQEEMIQNLETIRKDKIENLAFQLKLYETAMMQTESTFVYIEELVQRNISEEILNIKDHVT
SRVEEIAKIQVGTNPAENEQVGYVPEAQIYDRLQSSSLGRIVTSLTEPSMSTAQGDGLYDVSAGEEAEFTVTSRNAQGEI
CYSEIDHVVVEVKSAMWGIIESRVRNYRNGTYDVTYLPRVPGPHRVQIEVGGHLIRDSPFMVEVQPPILSPLKSFGSHGN
PDGKFSQPHGVAGSKKGHIVVSDSLKHRIHVFTSDGGQILDFGGEGTKDGKLYHPMAIAFDRSQKFVLVADSDNNRVQYF
DVRTGKYVKKFGSEGSAHGQFNGPCGISVDGKDRVIVTDWNNHRVQVFSHEGKFLFKFGDSGNDRLIHPRFAIYHDAEER
FVVSDTGNDVVKVYDQNGDLLRIIGNPGSKKGEFCGPRGLAIDKNQNIIVCDFENHRLQVFSIKGVVLNSFGTNGKGIGQ
FAFPLSVSVVGGNRVIVSDWGNNRIQIFKYRDSVN*                                            
>Adig_19244v115163                                                              
MDVEQLFKSLKKEAECPLCLETIKNPKTLPCLHSFCLECLDELANFAKRQLQTTIRCPVCQTSFPIPDTDTFANLPSSFH
LNRLVDVLALEDGTVQTQRCNTCDKTNPATSYCFVCQSFLCASCFQYHQLFKATRGHRNVLMDNLQAQDVQKLIQRPVMC
SEQYHDDQPLEFYCEDCKVLVCHKCSVVTHNRHSMTDIQKAAKEQKLQMAEVVAKVKAEILLYEHQITKQTELKNQSEAD
IINAEKKMTASVEELIRDLREHEKKMKDKFRDIYKAEQKQHAARLENLELVNTQLKSFVERGQGILQRNISAEILQTNPT
IIGRGEELLNTRKANVYNSPYLHYFVDKKFILLDQILVTRTDPLMCLAEYHDSETGKESSFVVVTRDSKGLQCYQHDDQI
KVVILTPEGDHLRTELKDSKDGKYIVTYTPQSVGKYSVEIQVNAQLLTGRPCVVQVRDHEPCVVQVRDHEHQYQFAFKFG
SRGKREGEFHFIRDIAVSDKTGTIAVADYLNKRIQLFSPGGKFQKEIRLAGNPISLAFTGSGDLLTLLSESNNKLYLFSE
EGEFIKYINNNHLKKPPRQLSIASDGRLIITNKVNNKIKVLTSDGNDLLLSFVAPNCDKYPKCAVYYLDKFYVSYPEAHC
VKVFDKRGVFLHDIGCKGSNDGRFNYPVGLVIDKYNQLVVCDGNNGRLQFFTLRGKFLSKLFICGDPRYVTINNNDNNLL
FTDFENVHVFH*                                                                    
>Adig_19598v115462                                                              
MDVQQLFKRLKKEAECPLCLDTVKNPKTLPCLHSFCLECLDELANFARRQLQTTIKCPVCQTSFPIPDTDTFANLPSSFH



LNRLVDVLALQDSSVQAQKCNTCDDNNPATSYCFVCQTFMCASCFQSHQRFKTTRGHRNVLIDKLQAQDVQELIERPMMC
SEQFHEDQPLEFYCEDCKVLICLKCSIVIHNRHSVTDTQKAALEQKMKLTEAVAELKAEILLYENEIKKQTELKDKNVTD
IMNAEKKMTDSVEEWIRNLREHEMKMKEKFREIYEAEQKQHETRLENLELITTQLKSCVERGQGVLKRNISTEILQTNHS
ILQRCDELTNARKSDRYESPYLNYFLKKKFDTFDQILVTKTDSSMTLAEFDDSEIGRESNVVVVTRDSEGLQCYQRDDKI
KVDILTSEGDHLKTELRDSNDGKYTVTYTPQCVGQHSIVIEVNGQPLTGSPFLVQIRQQHYQFAFKFGLEGDKAGQFGWI
SDIAVSDITRTIAVADLGKNRIQLFSSNGKFQTQVKLDGKPYSVAFTECGDLLTLVSGNNNKLRLFNEQGQFIKHINDKY
LKEPYYLSIASDGRLIITDKARNKVKVLSPDGNDLLAYMTVPNCDQYPRCAVYHQNKFYVSYPGDHCIKVFDKIGVYIND
IGCEGSNDGQFDCPVGLVIDKYNRLIVCDVDNQRLQLFTLRGKFLRKLQGEYFHNNRPRYASLNNDGNLIVAGRHGYYIF
VNS*                                                                            
>Adig_19599v115463                                                              
MAVFKILKKEAECPLCLETVKNPKTLPCLHSFCLECLDELANFARRQLQTTIKCPVCQTSFPIPDTDTFVNLPSSFYLNR
LVDVLTLEDSTAQAQKCNSCDENNLATSYCFNCQTFMCASCLQSHQRLKATRSHRNVLINKLQAQDVQELIERPVMCSQQ
YHEDQPLEFYCDDCKVLICLKCSIVSHNRHNMTDTQKAAQEPKTQMAEAVAKLKAKILLCQNETKKQTELKDKNVTDIMN
AEKKMTDSVEEWIRSLREHEKKMKQKFREIYEAEQKQHETRLKNLELITTQLKSCVERGQCILERNNSAEILQTNIAILG
RCDDLLSERKPDVYKSPYLNYWVEKKFDFMDRLLVTKTDPSMCLAEGHDSKTGKESNFVVVTRDSEGLQCYQQHDEIKVD
ILAPKGDHLKTELKDTKDGKYTVSFTPQCVGQHRVEIQVNGHPLTVSTFAVQVQCQFKPKPAAIAHGPVRCLGYYPDEEE
ENINNYVDENYFPEEYDQDLGHVEDEYPEHDGDVYQDYDADPEYDGDIYHDYDADPEYDGDIYHDYDVEPEYDGDIYQDY
DVEPEYDGDIYQDYDVEPEYDGEIYDEYD*                                                  
>Adig_19892v115668                                                              
MSESAVAFNCVLTGSVDNRLQCCICFVTMLRPVSLKCGHSGCQICMEEHVKKANNPTCPICRAVISDETLSVNIALDNLT
KEMPVRCVTTSCNWTGVYGSARNHFERCPKAEVTCEEDGCEQQLPREEMPAHEETCGKKRIRCPECRRAVKREVMEHHKA
SVCVNAVIQCPLRCETSLPRSHIFLHMSTCKNKALECQVPGCKTIKMRHDIQKHNDHAAASHYRLQCGEIQRLRRLVNNR
NPSNECKAPTEERVVSFMWNIPGFLQLQGGEMPITSDILSMGKKKWRALITKQMELAVQLLASYQPQTIQIRIVMMPGEE
KEEVF                                                                           
>Adig_20158v102122                                                              
MENQGRHSPESNETDTSAADQSSRNPYQEKNDCGNYTTRNDTIATQSSSLSSCSNIVEITSDDEEQIVEIEGTPPKQENE
HPQSSSQMSLRRKSPQLDVSCPVCLSEYDNKAFLDKCFHAFCYFCILQWSEIVRTCPLCKSSFTSIIHSVKSMTDYQQHY
LKDTCMAPTLSQSQNDGRRFRFRSTQTNVRRQQQETRRQWGVSDSLARSQQAHHSQARFFAQRNRGVANRERRRAIYSSN
MWVQRVDQDGRRRQRDISPEFFRMNPACTHRLIPWITRDLSVLLSDEESHVGFVLQIILSLITNVLPGTYFLLCFVSDWQ
SPLPGPSEVSHLELSQVEWNADSPLRTNDTSWSPTSSPGTTPLNAPTVTISSSSSHSISTAHIRTEVNVNNASVSTATAY
TRSSPSKLGTRNVDDVRKSRRTQSHRPHKHSHKYRRKQKKRVESEHRSKIHAHSSDRDLNIPGPSNPVSVDSSVSSKSIE
IIWLSDSSISRNSYDTFSGRSAPTDKRLRIRSRSRSKNRDSRKSRPRSLSSSSGNWNINRQSRSISGYLKSNSRKHYPSD
SEKSRDRQSRYRSKSKREKSPSHSKPCYKDLTRKEESRINRSRSRSSSRSHSRSKRKLHSRNSSKYFRSKRHRTRSRERN
PSSSSRVSESRLSESRHRVHAVDHFTGSGPSTSSLPKQAARSPNSRHKLCCRSSSRDKESELKREIPCGNEDIKREIEDL
EHRIAVDKKRLLQLLIKQEKSKGGESTEDGCGEQDDCK*                                         
>Adig_20260v115949                                                              
MGPRSYKLCELSLYELHRTPQEAITDGTEISISPRSLHSELMCPICLDMLKNTMTTKECLHRFCQECIITALRSGNKECP
TCRKKLISKRSLRPDPNFDALIAKIYPDRDEYEAHQEKVLQRLNKHHNQQALTSSIEEGLKLQAINRAQRVRKRSSDDPA
GTGGPGTPGSTGQPSAGEGGSNTGRKRQKTSSDPESDASERTNSSDQGVEVQQFTIYIASTPGQYTPLPGSMILDYVNEK
YWKVNKPLEMYYALSKPS*                                                             
>Adig_20385v116024                                                              
MDVQQLFKSLKKEAECPLCLDTVENPKTLPCLHSFCQECLEEMANFARGQQQEIINCPVCQTSFPIPETDTIANLPSSFY
LNRLVDVLALEDGNVQAQKCDSCDENNPATSYCFVCQSFLCATCFQCHQRLKATRGHRNVLIKELQAQDVLELIHRPTMC
SQRNHEDQALEFYCEDCKVLICQKCCDLSSHNQHNVTDAQKAAQEVKIQMAEAVTEVKSEILVYENEIKKQTELKKKNVA
DIMNAEKKMTDTVEQTIRNSREHEREMKDRILVFHLVEAEKHTMKLESLELKINQMRSCVERGQSILERNISAEILRTNS
AILERCNELLRARKPVVYKSPNVNYLFEEKLDLDQKVNKTDPSMCLIEGHDCEMGKEWTFVVVTRDSEGLQCYQQDDEIK
IDILTPEGDHLNPELKDRKDGKYKVTYKPQCVGRHKVEIRVNEQPLTGSILLVHDHQHRYQFEFTFGAIGRRGGEFDVIN
DIAVNHKTGTIAVADSWNERVQLFSSDGKFQRQVKLDGKPFSVAFTKSGDLLVLLPLSNNKLRLLSKKGRLIKNVSDKHV
RKPKHLYISSNGRLIVTDGANNKVKVLSPDGNELLLSFSVSNSDEYPDCAVYHKKKFYVCYPGAHCIKIFDKTGVYLRDI
GCKGSNDGQFDRPRGLVIDKYNRLIVCDSFMCATCFQSHQRIKITRGHQNVVIDKLQPQDVQELMHRPVMCSQKYHEDQA
LEFYCEDCKVLICLKCSIVSHNRHLVTDTQKAALEQKMQMADAVAKVKAEILVYEKKIKKQTALKDKNVADIMNAERKMT
DTVEKVIHDLREHEKEMKLKFRDLYDAEQKQHATRLENLELIITQLKSCAERGQGILERNVSTEILHSNPAILGRSDELL
RAKKPDVYKSPNVNYLFDKRCALFDQILASKTDPGSIYLTEDHDHEIGKESTFVVVTRDSDGLQCYQQNDKIKVDILTPE
GDHLKPELKDSKDGKYTVTYTPQCIGQHSIEVHVNGYPLPGSPCVMRAQHQYELSKQFGSRGKEQGAFYWIFDIAVNHIN
GKIAVADVGNKRIQVFSSEGKFQWESHLDGEPLSVAFRGYSDLLTLSFRGTNKLHLFNENGNLIKRMKGKCLRKPKHLSV
ARDGRLIITEEGDDKIKVLSPDGNNLLLSFPSTDGAECPECAVSHQEQFFVSYPESNCIKVYDKAGVYLHDIGCEGSNDG
QFCYPVGIVIDKYNQLIVCDVNNQRLQLFTISGKFLSKLQGGDLNPWNPQYVATNNNGNLCVAESRRDNLEKIDPKNLEE
EVEKVEKDMEGEVKSVATNAKKEIEEEQKMAENVLKNPGKVMKEGEQKLENVEKKAEGELENVANETEEELESAIKMEQE
AAKKAGAMIGSSLKRRSDKKSESEERSSKEHPAADPLKKLKFFLQYFLSNVMTQVAAIGRNISG*               
>Adig_20513v116140                                                              
MCVKIEDRAQLVAALDERLTCPICKNVFDEPWQASCGHRFCKKCLDGSFESEILRCPFDGEEWEREGIFRDKCCEREVLS
LPCFCRYKNRGCKWKGELRYLKTHETNCQYSDVKCQACGETMERKKLEKHALNDCINRALKCTYCGEKVPQSKME     



>Adig_21420v116816                                                              
MVSNCVSWCRSARRMFFLANRHLVDEMSSFPVHDDFLDDLSCPICFEDFNEPKCLPGCAHNVCRSCLENIVRTQKLTEKG
GSIECPVCREKALIPSGGIAKIPTNTLIVRMLERSLVPRARQKVMDALERGKEKIRALQKSSMLAETGVTFADVQANSKE
LKHRIEDKARDLEAVIKSQEVALISQVNNFVKNFAAKDPVSELNCVIKKLQLSVREAEDVLKEPNTSKVLQYKDDMLMGL
TKTSTCELNCPKAIRGFDLYFCPNDDLEQRLKTEFFGKLTKESEADSATRCQGKTKILCSITADDIGLPVFSEENIQELA
RAWKEHKVHPLRPETLLCSLVKKTEDAEKLAEQWKLSNAEKAIAKFTTEHREPKENEKGLKPYQDMIVSAPGEQLKNQIK
SHIVELLHYQGRHELAEEINIWNIPVFPITGGHLKKLGFKPGPEFGKKLAKLKEMWKDSYFTVNEEDLLKKAKQLFKDG*
>Adig_21501v102508                                                              
MCFKRHHRTSSTISARSHHSISSCAEEDEEAVVLFVDEPSSKLFCTLCHRVFKDPVITSCGHTFCRNCVLSRTSEKCPVD
DSKLSIVVVNLAVSEQIGELYIHCKYGCRMQSSGSLTDYEVNPAGCPVTIKLSNRLDHERNCQYAPTQCPNSSQCPALLK
MEVVFLKAMILKLTERVDRMEKTVDIRIDLLDESQTKLSSDLLDSRQCVSQIQTDLSNVEARLWGVGTFDIQPLFKCKGT
FVGHQGPVWTLCTNGDWLFSGSSDKTIKVWNLQTMELMQELTGLNHWVRALVASERHLFSGSYQTIKLWDLDTLECVRVL
QTSGGSVYSLAVTKEYVVCGTYENQIQ                                                     
>Adig_21550v116914                                                              
MAEEVNGNLSNDVNISQMLQNPPKVCNTSSIGAQSFKCSSSSDDNFHEDVDKKADVNVGLEASREGGDAEKILPNVTVHT
NSCISGNYIDKQSNFETVRKEKQLCPRQSTEGKAELSDHQVELCDTTSNVCHEKKLTGTCAPIVDAFTDSAHVNPSVCFL
KGSESSFHSFNSSSENNVVQPLIQLLQQESATGSVGSHQVCTGPATTSSDIVVPQGNAEPGLQTSSSKIKLLTETSSHSV
PTNMQETDHGVQSHAKTTIPFLKLENKNEDITPSLLLTKIPQTPVTLSCPIMPLSPEFVSTAIDMAVSSLSPEFSSSTLD
CSSKQLGSSSMPLAIDQTTVDSSLSPCLQVSAATQQQVAESKVSVIKEEPVPSSFTEISSSSFSQVIASVITADNTNIAQ
ENRTSISNFTPCSKCNSLLVCSCSKASASEVVPAVSALSSGAFCEGICNTNGNVPNSPPPDMKPQILPVVPLNRLDQLFE
SLVEHVKIGKAEQPEAITTQLFPHQLQALNWMIIRENTDLAPFWIQVNNSTWINKRTNICTDRKPDSPKGGILADDMGLG
KTLTVIALIMANHINGKPMFSRGASNQKRALSTSSEESTCKSEPAKKMARTDTCDSIDDDDCVIKRVSIEKREGSGDNKR
RYSGNTMANRKRSHRSRSPSRHNYNDGSLSESPPKRRKTPSPSSSSEGKSLDSILKTLQQMQTQMAKTNERISTMESRFE
QHSRPFAPSQAPPDDQISVLAYSDGELLGYTEDEASLVNEPDQAIKPNHKSIKPSHTATSITKYLSSLGKTRLLPLKLLS
IKLAMLFALSCPERASSLAKLDLRHCRVAQEGVFFTLVSPRKRGSPDQLPQAFVASFPHSERLCPVGTLRHYLKATRNLR
PVFPASKPDPLFVSYIKPHHPITTPTLSRWLRMVLKNAGKKIQVGNSDGTGGVGVLVKEELCEKVVEVRRRSDRVMTVVM
VLEVEVLKIICVYGSQSGRTAAEKEHFYDDLRSEWKRGKEESAGGNESEIDFALVEKGNRKYLRDVKIIPGELQHRLLVM
DLVKKKVRKEAIERRKVWKLKEDDTSARFEERVGELVSADAPYLWKCVREGMLKAFDEVCEKTKGRRDQGDTWRWNKDVK
EAIARKKDAHEVMCKSRTEANKARYKNRANKVVVKAMKAAAKRELRSELSEEFEVKVGVHQGSAFSPLIFAIVVDVVTES
VRNGLMSEMMYADDLVLTSETMEGLREKFWKCKEAFESKGLKVNLGKTKVVVSGAEGEVPVMEGLCEEVETVKGFCYLGD
RVNGGGGCEAAVTATARIGWVKFRECGELLHSKRFSLKLKGMVYRSCVRSAMLYGSETWCLRENEMAILRRTERAMEKAM
CGAKLMEKKRTEDLMEILGLKETAVQMAKANGVRWYGHVLRRDDRHVLRKALEFELQDDSPLHKIKWFRVILDEGHIIRN
PQTQLTKAMWALEASRRWVLTGTPIQNRLDDLWSLVRFLRLEPFDDKNWWDSAVAMSVRRGCPHGVNRLQKLLKHISIRR
LKSDKHEGKLLVELPPRTVVIQEVELSKKERELYDSMQKNGQLIIRRFLRDGEIVQNYKLCCVILLRLRQLCLHPILCPK
DIEWLQALAMNPSPDHDPQRLINDLLVELSSRVDEECSVCLDSLVDPVITRCRHAFCQHCIMDIISSENMAPNCPLCGAP
VNENDLIKVPENTRKKTYGEMATVGKNSSKLEALLNALVVIRNQNPSIKSLVVSQFTSLLDLIEDALRRENFLFLRLDGR
MTQKARARAIERFSDTGSSAPTVFLLSLTAGGVGLNLTAATRVFLMDP                                
>Adig_22143v117393                                                              
MLGWRNTRDALYMLEKLLTCKVCDNLVSDPCSLEACDHIFCRLCIEKLVGSDSKCPECGAFAWVKDMKTNRQLANTVTMC
RKMRVLVDNNEQSDNGDDDTLMKCHTDNGSTKGDAE*                                           
>Adig_22640v117823                                                              
MDVGQLFKILKKEAECPLCLETVKNPRTLPCLHSFCLECLDELASFARRQLQTTIKCPVCQTSFPIPDTDTFADLPSSFH
LNRLVDVLALEDGTVQTQKCNTCDENNRATSYCFVCQSFLCASCFQFHQRFKATRGHRNVLMDNLQAQDVQELIQRPFMC
SEQYHEDKPLEFYCEDCKVLVCHKCSVVSHNRHSMTDTQKAAEEQKLQMAEVVAKVKAEILLYEHQIKKQTELKNKNIAD
IRNAEEKMTDTVEELIRDLREHEKKMKQKFREIYEAEQKQHETRLENLELITAQLKSFVERGQGILERKISAEILQTNPA
ILGRCDELLNARKPDVYKSRYLNYLVKTKFDLLDQILVTKTDPSMCLFGGHDSEIEKESNFIVLTRDSEGLHCYQQDDQI
EVDILTPEGDHLRTELKDSEDGKYTVTFTPQCAGQHTVEIQVNGQPLTSSSFFVHVEHQYQFAFKFGSLGNSAGNFDSIS
DIAVSDKTGTIAVADYGKNRIQLFTSGGEFQREVRLTGKPFSVVFTDCGDLLTLVFRSKNELCLFSEKGQFIKYYSKRHL
KKPQHLSIARDGRLIITDAVDNKIKVLSPDGNDLLLSFITPGCDKYPKCAVYHLEKFYVSYPGDHCIKVFDKTGEYIHDI
GFEGSNDGQFVNPVGLVIDKYNRLIVCDADNRRLQLFTLSGKFLSKLCGEAFNNGSPWYAAMNNIDNSLFVADFNKRDVY
VFY*                                                                            
>Adig_22643v117822                                                              
MEAECPLCSNKLNNPRTLPCLHSFCLGCLDKRANEARKNRQHAIECSVCQTSLEIPETDTFANLPSMIQVKRPEDVLALK
DGTLKGQKCRSCDKNNPLKIYCFACQSFVCGSCSHSHQCLNPTSNVTIGKQNEDVQRLIERPVMCSQQCHEDQPLEFYCE
DCKVQICLKCGIVSHNGHIVKDMHKAVQEQKIQMMEAVDKVRAEILVYENEIKKQTELKDENITDIMNAEKKMTDSVEEL
IHDLREHEKKMKDKFRDIYETELKQHETRLEKLELITTQLKKFVQRGLGILERNISAEILKSNHDILGRCDELLNRIKPD
VYKSPYHVDYLVKRKLDLLDRILVTKTDPSMCLAEGHDSEIGRESEFVVITRDSEGSQFYEEDDQVKVDILTPGSDHLKT
ELKDSKDGKYTVTYTPQCAGQHTAEIQVNGQLLIGGPFVAQVLEHLYQFAFKFGSRGMFDSIRDIAVSDKTGTIAVADYW
MQRIQMYSSEGKLKIRQIKLDNLPVAVSFTDCGDLLTFLPSSNNNKLRLFSEEGQFIKNINDKHLKKPQQLSITSDGRLI
ITDEANNDIKVLSPDGNDLLLSFVAPDCDECPQYAVYHQNKFYISYPFAHCIKVFNETGVYLHDIGCEGSNDGQFNCPLG
LVVDKYNRLIVCDRNNRRLQLFTLNGNYLGKVQGGYFNDVNPFQAAINNTGESLFVDCDSSVYVFH*             
>Adig_22844v117985                                                              



ETSISPDSLFGRNEPPIHENCSSEGYDEYFDPPLENKYECPICLLGLREPVQTPCGHRFCRGCILRSMRDAGPKCPVDNE
HLDEWQLNPDNFARREMLNHTVFCRFKKLHECPWKGPLSKLEDHLKECDFVAVLCPKNCGKEFQRKDLKKHLEDDCPNRT
IPCTFCAEEVLWNSMENHFRDCPQYPLCCEKCGKENIPRNEMQDHNEKECPRAELKCPFSVVGCPFEGTRPAVNEHILSR
LHFALNEEPFNVIQGVNSTGYEHQGVHRRHLGRPLINKTNNQKGRREDHLNECDFVDVSCPKNCGKEFQRKDLKKHLKDD
CPNRTIPCIFCTVEVLWNSMEANYKEVYLLRDTRDQWLVSKYTIAIVSCKCTSSPIDEFQQWCLTRG*            
>Adig_23035v118151                                                              
MDVQQLFTILKKEAECPLCLETVKNPKTLPCLHSFCLECLDKLANFARKKLQTSIKCPVCQASFPIPDSDTFANFPSSFH
LNRLVDVLALEDGTVQVQKCNTCDENNPATSYCFVCQSFMCASCFQSHQRFKVTRGHRTVLIDKLKAQDVQELILRPVMC
SQPYHEDQPIELYCEDCKVPLCLRCSVMRHNRHLLTDMQKAAQEQKMQMVEAVAKVRAEILVYENEIKKQTEFKNKNITG
IMDAEKKMTESVEELISGLREYEKQLKHKFRDIYEAEQKQHATRLENLELIITQLKASVERGQGILERNIGAEILQTSHA
ILGRSKELLNARKPDLYKSPNLYHLFEKNLHLLGQVVVTKTDSSMCLAECNVSGSGRGEEWNIVIVTRDSEGFQCYQQED
QVKVDILTPEGDHQETVLKDSKDGKYTVTYTPQCVGEHRLEIQVNGQSLTGSPYVGQVGEHHYRFASKFGSRGKGTGEFD
GIYDIAVSDKTGTIAVADVGNKRIQLFSSDGKLQRDNA*                                         
>Adig_23220v118303                                                              
MERKFRKLHSYDDCCKFVEPKDILQSSQAFLAQCESLEVSTQVGVRSAVCTRPDRLSFTSRQLDTRLSKRKNEKLEYGYV
LMKETDLEKAMRLQFIREVNQQGWLDDGPKTHSRGSLLYPSYLLQRKIISTTVHDTNSNHCYKTSLTINPRPQFCSRSVH
MDKGEFSKQFCDVLGPGLCADCTKSQMRQFVVDENTQNFPDICVSPYALCTPQESEKKAKTASHIEFDPLQQKVPSRTFP
TRSKDGLKTRPNSCNHGNELFHNRVRFSSDESSSESPNQQQTPFSSSRCSSRRSSLSRYLAEYKNSTVLRTTESGSNAEE
TKNSVPSIQALRISTEETSDDESGSSERGRSIDKHGTQIYVLLQGYTMAVQQLLKNLKKEAECPLCLEILKNPRTLPCLH
SFCLECLDRQAKFAREQLQTSIRCSICRTSIEIPETDTFENLPTSFHLKRLVDILPLTDPADSDREQARVCNSCEENNPP
ICYCFVCQNFLCSSCLESHRRLRATRGHRNVFLNNLQAQDVQDLMERPIMCSQSHHEDQPLEFYCKDCKLLICNKCSVVR
HNRHSITDIHIAAQEQKMQIADAVYKVNAEITMYENEIKKQNELRNKIETEVKNVEEKITRTVQKLIDDLQEHERIMKDK
IRKINEAQQKQHGERLDILERNTAQLKSCVERCQSIIKRNSSNEILQSNNTILDRCNELLKVKKPGIYRSPHLHYFIVKN
VDIVDKVLVTNTDPSMCLAGCRGSKEIIEKNETTFVVVTRDSEGLPCYQQDDQVEVGIFTPDNGELRPNIQDTKDGRYSV
TYTPQCAGRHRVQIQVNGQPLADSPWFVPVNRQRYLYEFSFVFGSQGNGPGEFNQPFDTAVSRKTGAIAVPDMQNKKIQL
FCSDGKFLREVRVVSEPFSVAFTDIGHLLILVPGSDNKLHLMSEEGQLIRYISDKHLEQPEHLSVASDGRIIVCDLAGDK
IKVLSPDGNDLLQSFIAPGCDSYPYGAICHQEKYFVSYPDSHCVKVFDKTGKHLFDIGSKGSKDGLFCWPRGLIIDKYNQ
LIVSDANNQRLQFFTLDGKFLHKLQGDFFSNGCPLYVTISNDDSLFVADFQKHCIFVFK*                    
>Hmag_XP_002157712                                                              
MDTTGFKYRIRKIVPVVSKKDPICSNIIPLLEKKANTFGRIMSDEVNIRLLSKVTPLMISRKHATITCDEGRVTIVDHHS
INGVYINGRRIKPEEPQELHVGEKIGFGCAMGNLPCEFEYILEQLKPVSKQHLCSSLVKEDYSPTKRHKKIDSSSLTVIE
ANASQIKEHENKIKYLSDELRSKEEKQDVLKNKLEVTQKCIIESLEIQKFELEAEMLKGESHLKELLEHQLKEKEALLRA
EFDQHICLLEYEKKKVEKNLQDELSNKLSEKDEVYKLELEQQKIALENAMIHKENEKNSLIAQLQVKECLLEKYKSVEEN
QKQLELCLSELRKQIEEKESQLIRQKEISRQAECDAKQTVIQIMEDEFTCIICQELFIGATTLSCAHTFCELCLMMWMKK
KKSCPVCRRKIKGKAVHSVVLDSAVEKMVEAMDEDTLKRRAELKQERDELKRRDIAVEGPDGIRSWIHSPDDSDESDEII
NRNVRVMPNNNRHRQRSRSRTPRNHRNRPYYDNRPNPYNGTRQIGENNFTFHNQYVRSDQVYQPRFQSRVNGYYQQPGNF
NHEINYQFFNNLRCFHCGDLGHLDRFCPRR                                                  
>Hmag_XP_002160084                                                              
MAIVHENTTYKDQSLTKHGTYSFKPSVNVGGYDVDFVNGPNRDYECPICQFTFRDPVQTRDCGHRFCESCLEPILKKSPS
TCPIDRRVLTRDKVYPDKACKRTVLAFKVRCYNFGNDCEWIGELGNLQDHLEQCQLIEVACVNACGRKDIHRNQMSQHTD
ADGDCPLAIVACRYSDVGCKFKARRNELEDHLRESIEEHLKFAHMRIRELEIRQETICMNGKFLWKITNYDLLMKQSATK
KDKEKLCSPPFYTGQYGYKLRAEAFLNGLGQGKGSHLSLYVVIMKGEYDAILPWPFRQNVDFVLIDQDEEVNNRVNKIWK
LSCERNSDYFKRPNKSKSLGFGCPKFVSLETLKSRNYIKEQTLFIKIEVEPTDCLVFNPVGFVH                
>Hmag_XP_002162563                                                              
MESLDAEEFGGYNADFLYELSDEHECPVCKMALREPILTLCGHRLCLSCSEEMRKRNKGVLLCPLDNTNLNSEKTFPDRA
IERAILQLKVRCNNFSKNCQWTGELKAINKLLKKCKKKRFKITTSGQQHLWSCPRSSLHFYPRSSVVFFIYSNKIYQTSS
>Hmag_XP_002153869                                                              
MKVAPMSTIHPSKRAKNASEPSTNQAVISVPLSCDSEDSEEGSSSGDSEAVSGESRRKRATCQSTKSAAKLVSSHSLSTR
KTSQVLQGLAEDGVCVPTPSQSGVWRRTIRDAEQVKNRLMELISEDKFSLHFDGKKIAKTEYQVVCLKNDKRTLQLGILV
CDSGSSASIYKPLQDLLDDYNAWNSIQMIISDTTAVNTGRMNGVVAKLQKTFQDKRFNETQYIGCQHHNLDLVLRHVLDF
FFPIQLQSPNINYKFINEIMEHYDDLKNAYKGTAVVAEYENLGWRDDFKFLLQLCEAYNLWAAMCCMVKYETVLGAGSFF
KAESSIKKHKENIKKMEKDIEELKTGAKTFQSSKCKICNRLLELPAVHFLCGDSFHQTCFESYSDSENECPICAPENRKI
KDIIYAQEHNAALHEQFNQQLERSSDGFSVVADYFGRGVFKKVTIYTDMKTKQPILQNNISE                  
>Hmag_XP_002158024                                                              
MPIQAPQWTDFKLCPVCQNEFKSGLKPPISLGCGHSICKSCLLRLSKQQCPFDQAEIKNDITKLPVNYALLSLCGGTIPD
YFEVEIPELIINRKEFDAARIAIETLAECLQNIVITSSNCNYTSGNGILTRPMQRKIVSILHCQLAEVEGQSRAMRAARS
IGERAVKELILMHQSPQTLSTALWAAVRQRGCQFLGPAMQEAVLRLILLSLEDGISLSRKVLVLFVVQRLEKQFTQASKT
SIGHVVQLLYRASCFKVTKRDGDSSLLQLHEKYRTYSALRKEHDAQIVQIAMEAGLHISPEQWSALLYGDDDHKSHMQSI
IDKLQTPASFSSSIQELIIALQRTDDPHNLQDLQIHLEKLASIDPNPEAEPPLWKDIEECMTSLLVVVSGLRIFAKDYAS
KNKGNIEGTQMINTKYRTSMCRDIIQKNTCPRGANCNFAHSEEELER                                 
>Hmag_XP_002159074                                                              
MGIELERFVDSMVHDASCFICSCILEDPLEINPCGHHFCRGCWLNWSTKNSCCAFCGASVVGVKDSRLLWSLIQNHNVYC



IQKEKGCPAIYKFGFNKLHEGQCLYQGYNRVELNDKCTVCENDSGMTHDCLKELSLKMKQCSIRIINLEHENQHLSYKLM
NREKEYLERISEIESQFYEESLKYNKEIRDLRLRAAATQGEQGKKNNQIYYVHIDLERLNGSLGFNIMGGATQDDKHSDG
IIVSRIVEGGAADGKLQLHDCILEVDSVDLRSATHELAVKAFRESGNPVKMLVRRQISKSATSDFVDVGTQTFGVMFAVT
CEEEFNEKHTNSFCKPQETLCKFSNQKRWLNPHEFTESINKEGVSMMSQQNSDTNKNEQYDSAYDTLLTQKSSRSVRLDT
TRNSQVSHDTTRVASPTDSIDKSTTRSSPVLKNNDNTSGVTLRNKIKTEQAENNRLSTFYILPSDISAKEWNDVEKVVNF
DYDFEYELEEGSEAETTGKVMVGDQIVQINGCQVKNVENAYKILQENETITLVVARAVYEQQSDCFDEAEETDLDLLDSI
NEEAESHYLSLSNPVKLLDNATYDNKAFSYKNHISEKCLHANEKNLGIAPVTNNNNDNNIERLREEIIDNTKSEKMTSVL
KNFVRNKFGNSEKTDKRSSCGSDESKDQNKIPRCDSNSSSTSGKSIKTQLNEESAFIKEQKHLSKMKAYLDSPSIARHRV
NQKIIQPRSSINLETYQAISCRNTKEVDQCNLPVKQFSSTYTLPCTENTDKSLNNRRYCDSISSLRSSMKTNLVSNKTKP
EKHVQIDSHPGWNATEKRVWEEFKIIQSMEAKENSLDPTKIEAEWRVRRSKDGKHVYIKKTNSNRNKVLKEREDEINKER
CGMTTDDDAFTIYQGQYWDRDQRKRQLVRHQDRRQKLLEKAAIKATYQNETGRKIAEFVQRNMTLPGAVFDNFITIEEIL
SQRNRSGIFNGPIHVTTI                                                              
>Hmag_XP_002160384                                                              
MDGYDADFVNEVPSDLECGICLFVVREPVQILACGHRFCSHCFEKLKKSLADRLRCPKDNASIDTKMVFPDTAALRTVSN
LTVRCSKTGEGCLWQGALHELENHLKDCSLNNPKNLIQEHMLNQISVLEEAFKKKDQEYLHLKNENFRLEQEFVKFKKEM
DSFTTSTSIRLDELLVSYNDLSSRLQQIEKLKKEDSITYNLPSQKVPPRIVPPKVINLVQKPVPCYVWKMNRNSGSRQTS
PKFYSSDKGYLCQLKARKSIHLCLDILKGDFDRQLAWPFNMKVEFVCFNKFLSERHSLVYPLKKKDGTLSAQAHASYEYA
VFLTPAVMNSCIVDDVISVEFKELEVLHVDRNEIAEVSELKQLLTLSISLRELNIYDNPIMLNQEIQTEVYTFIKEMNLD
ILNRNSNSTSVIKQKIMRPMSTDQMISSRFVENQIINSNISINEYAMNLNKKFENLSILFSKLADKNELESSQHENETLM
FKKKLSRPSSSCSSQSRILAAKVYADTHT                                                   
>Hmag_XP_002164212                                                              
MDASCDIKCFPQSELQLELSHASENETKNKSIVVELSENHYGGYDENFVNPLPSDLKCPVCFLALRQPIQTEECGHRFCE
SCIKNIKRIEGQLLCSLDRQMIDLNTNLSLSISFLGRAFGSGLTTSGENFETADGIASEVEVDILISIAALDWVAGRSVT
NDGAKSASENISLLYGNIPATLKPEDIFCCVFLDKAAKRAILSLPIRCRYHERNCEWIGDISTIDDHLKECGFVDVSCPN
SQCQIASFTFYIQMPKHVENECPVNVQYCEYAKIKCVFKGTQSQRDAHVISSANLHLTLSIEKITKLENKFSYQVEQATN
LAIKYDALKKKEDLLEALIRTVERQISSLENKLVNIDTKSCLFESRLPKNEYLWCLDSIDFLINKEKKPMKDLNICSTPF
YSAPFGYKLSMQIYLNGLGKYRGTNILLFLNIIKGEYDSLLEWPFTKMVKLSLLDQSEARDHKVFLDKAAKRAILSLPIR
CRYHERNCEWIGDIKYM                                                               
>Hmag_XP_002155270                                                              
MGYDVNRFNGCEVDEELLCPICNGVLEDPVQAPVCEHAFCKACIQEWLNHQLTCPVDRQSITTAQLKPVPRILKNLLARL
TISCNNSSFGCTTNVKLDALHIHLNECNHNPKRPVRCDHGCNLIIPLDEIGQHNCVKELHSIINAQSVQINEIKDQVIDF
QNQINELRREVNVVTDVMRGFHMSTIALPPLQRGFTDCTDEVLQWLQTLPKAKVTRWGGMISTPDAVLQAVIRRSLSDSG
CPSYILDDLMENAHERRWSQGLSTLETRQINRRRYEQYIARRIPGKQAVVVMACENHHMGMLLVQEPGIVMIFAHGIE  
>Hmag_XP_002155980                                                              
MGQDISKEFFSKIPQRIKDELHLAHFELKRDLSQISKEAATIKDVALISFPHIREIVANLNSILENYCVNDKEKVVFGLR
NVEESFFWKAFIKIICFKIDVEENTIKVARVLNLHQFWKLRASLLCEVKFKYNLISDGFEIVNHSDIDSEEEHPRATMDL
SSQHDVDFPERFTFSTVLKRLTEVSENIDECMICMDNKIEVSLKCAHSFCAPCISKWNNGSHSCPICRDLIFSAEEFWEF
VDIPSAREMNKELLALAVGS                                                            
>Hmag_XP_002166546                                                              
MQESGKSWHVKFQELLKCGICLELYKDPKTLACQHSFCKECIYSAFPNDEGVFLCPTCRCPQSNLASRSDIDNMICSLHL
RQSLELFLENSCSSNFEESSKKEYNNDTIDQKKDGLSATKCIQKDIGSFKNYYENSNNPENPPSCSSQEEDDLKKNSDSS
SDDELSSHENANFPCQKLKKTCKQKVISKLAKLCFTNNIENDFNELLSKRKDCSSKIEENYSEKNKSKPDSREQNINVSD
DNSYISGTSILGSAISSFLSQQNATKVKVKETASTASSHTTYKEMESAENNEENRGFRLMHGNKIGFLL           
>Hmag_XP_002165691                                                              
MGSLDQQKCGGYNAQFLQELSDEHECPVCKMALREPVLTLCGHRLCFSCSEEMKRRNNGVLFCPLDKTILNSGQIFPDKF
TERIILQLKIKCDNFLKSCQWTGELKAINNHLTSCEYQEVKCLNEQCSTALLRKELSDHMEKHCIYRLVTCQYCKLKFYF
CDIQSHEEKCECLPLCCINQCGMKVLRKEMSAHITDSCANTIVPCQYLKIGCKFKGMRKEHATHANSSMQSHLSMAISKL
DALENKMTLTVDTLENKFASKLNALENKITSKMESLETKIAWESITLENIITSKVESFENKNASEAVALENKITSTVDAL
KNELISKVDEQKDKIMLHEKNLEIIKAVLAVEMDVMFYICKMDDGKTVAIYLSM                          
>Hmag_XP_002161137                                                              
MHHSNGQVQNQPIHHHVNRWTPGLSLEYETEKTKFKGRNFNGASPNRNVTKSVRQSYNRAKKDQSYTRNLKKLDSSEPLD
KEFFSGDVSSSLRLLNFHYSSPSSNSMQKNQSSNYRKKRIATFNKEVFLQSNCYFVVDNVPDKYLVNGVDPDVLVAWETI
RLVYLPTHEIPSCPICLYPPTVAKITRCGHVFCWSCILHYLQLTDKTWRKCPICHEAVHDADLKSSLFTPTKSEKISDES
FSLWNGLFLKFGSKLMLANKDSVVEKIMLPEKLELENQLIQAVADESGEDCFIQLALMKVKKAIEEIKIDNELIETLNMT
HTVDDNDAFVPSQESSLAFILSQAKVDDSYELPFANNDSENKFENTNTIKENLDHQVSLQWNNGADEQLSCNTKPSNILI
DEHVEHYVNKSSERFDDFYYFYQAEDGQNIYIDALNARCLIEEYGSLCNAPTTITGQILDFESFTMSLEHRKRFRYLSHL
PLACEFCICELLLRPPVLSKSTIHNFMPEFNKRKSIRSKKLEEQRKFDRKATNARNKEFGYQCVDDCPTSNIDLADLDNF
PCSFSPTTELTHQNSFYNEAAADENNGLGKPGLSFAQMLKVKQPDDAMFQKPNIHLTNTQLTNKNGKDTRNLTVLQDNEC
EISTPTFKEMFNAAISATTLKCLDPTQENNSKKKKQKGILLFSTGAQRKY                              
>Hmag_XP_002160965                                                              
MISSQLVLSDSEDEENAEILYGHFTADIVGIRYYNGRVNNKEMVSLYREPLNQYDKNAIRVDNVSGQQVGHIKKEQAAVL
AIVMDKKYAKVEGVVPFGKNNKFSMQCDISLYGVPGENMDKCFALMEANGYRLSGGVNESFIRQPSWGSSWAMSQINQQK



KKSSYVANKFSAGKLIKLSKDKVNKELESLFENLTEVAKKLQSQEPSQVVKTSLYPHQKQALWWMSSCENSTDLPPFWTC
VDKWYCNSCTNFMTETRPSSLNGGLLADDMGVGKTLSMIALIATNYRHKKPLVDVVKTSLYPHQKQALWWMSSCENSTDL
PPFWTFVDKWYCNSCTNFMTETRPSSLNGGLLADDMGVGKTLSMIALIATNYRHKKPLVDVVAQVVAQVVAQIKSQSTKR
KHCDNSILISDALVNIPENDDKLLNSPQNENISSYENLLHPNLEDNNYKICYEGNNLSQACNYCEDKTDDSITDIAFKDS
AVKNDTVADKSVKDNIDRENSPSFNCTRVEFPGPRATLIVCPVSVLSNWQEQIKTHLIENSLDVYTYYGNDKMQDPELLS
KKDVVLTTYQTLCSDFKVSSTLHKVKWLRVILDESHVIRNTSTSQSKACLALDAERRWLITGTPVQNSIKDLWSVVNFLR
IEPFTKREWWTRSVERPIQNNEKGSIKRLQKLMSIISLRRTKSNKVDGKSLIELPKKTIFIQKIKLTKEERDLYNMFKNE
GRSILESYVKENSLNENFAHVLVVLMRLRQLCCHPKLCMQIVDFASKFSHSTSSTEFVKKLQQILSVLLSSGDEECPVCL
DSLNQPVITHCAHLFCKQCIEDVIRTDKPKCPLCRKEVTKDKLVEPEVNEDNPSITCSEKWSSSSKVDTLITLLNKEKEE
NACRKHLVVSQFSSFLDLLEKPLSESHYKFVRLDGKMSFQQRNTAISLFSSVSDSSPTIMLLSLKAGGLGINLTKATRVF
LMDPFIVEDSVEEKMLELQEKKRELMSNAFGKMETAKEKQKRRILDAQNLLDL                           
>Hmag_XP_002155572                                                              
MAALSSSQVLENIHEQLVCAICLERFDDPKLLNCLHSFCCQCLHKIINQKPSDVIECPTCREVTIIPINGLKELKTNFFI
NSLLDLVHHKIEELKNEKKKGEQCEQCQEHDNATSRCIECDLVLCGGCIADHRRNRSTLDHRIVVMEDDEDVNKQSLDKY
TLTFCRYHTRNVIKYFCNTCDEAVCRVCTILEHREHQFVYPKDAIPQQKPIIEELLEKTKENIPLLKATIKDIHSMSNTL
RECRESLLLEINAKTQARIEALLLAKAKLLEELDRIHRGKQKTLSLQSDAVELELGKISGCCAFAENVLKFGNEVEVLQI
KSRLQQLNSITIKLDPEEDDSIQYVSESESIEAVMESLGKICSSQTFASLSYAEGEGLETPRVGIESNIIVHAQNRHGKK
KSGSDRVEAVMVLPDETKRTLNALDNDDGTYTIRFTPDINGRHLLHITIKTKPINGSPFEIFVINRREYSEVGPSLLKFG
QYGSKRREFKSPFGVASDNEGFIYVADSYNHRIQTFGPRGEFVHMFGSHGDRKGEFNCPTDVAVSPNSKLVVCDNGNNRI
QVFGRNGNFIAKFGREGIKNGNFKSPWGVTVSPVSREIIVADTDNHRIQIFSSDGKFIMKFGCNGDRPGQFNSPCYVAAN
AENEHILVSDSKNHRIQIFDRRGKFIQLFGTQGQEDGQFNHPRGLSMDIANNIIVSDMGNHRLQILTYAGKMVKCVGTEG
NGDGQLSFPESVAVTPNGFIIVSDLSNNRIQVF                                               
>Hmag_XP_002157096                                                              
MNELEQFKFYGPSHEDKNKDEYLINYDSTYAGGSTSAVGGQKHFTNRSHYQRSDDVNTRMAFSSNNDSSPRSTSVNTRLI
SRQHSNMEKFTSQLHKRSKSDGGMHTTNLFSGSNLNVQASDSEISESVTLFCSSVSEKLLCRLCTKVFKDPVITSCGHTF
CQRCVLRNPEVTCPTDGSKLVMVVLNLAVREQVGELYVYCKYACMPSSKGIPGEFEDLKDHLDQCQHASCKFEGTSEELA
EHLQSCRFEGMKEFLIHTEKEMNEIRSLLAKKDQENDYMRGIISKLTEKIDQLEKSMEVRIDLLDENFTKLSSDFIETRR
CLGHIEKEITSMDSRTFNIGAFDVQSVLKCKGTFVGHHVWDTRSNYTCVKTFTEHSGMVLTLCAYRGKLYSGSADCTISV
FDIESLKLIENFSADENPICTLAVGNGMLFSGSFKSIKVWDIGALKFRQALGGLNHWIRALYTTENNLYSGSFEAIKIWD
LKTLEQIRVIQTQGGSVYSLVVSREYIICGTYENYINIWDVKTYKSVAKLTGHVGTVYDLVLMTLVDATRVISASYDGSL
RVWSLDNLQCVQTLFRHQGSVTSLAVCRGRLFSGSVDSTVKVN                                     
>Hmag_XP_002164816                                                              
MDLLPTKFVIPPSSSLFCPLCEKLFKDPVISTCCGHTFCRKCVENSSILSCPLDGIRMGSNVIVSNRAVNGQLEDLLIWC
RHTLYRVDSEDDFQVDEDGCQEQIMLGQRAIHEESCLSAWIPCPNSSNHCGKFRKMHFNDHLKVCEYKRCKFATKGCEFR
GGDEKLQLHEVQCSFQETAVEWDSICDGENDDGLHAKYLVKAVKNLNERVGLLEKSKDEIINTLEKYNRGHNGTIRSIAS
KGMYVFSGGDDQSIKVWDIQDKDMKNSKGCIATLKGHTGEIHAICTSGQYLYSAGSDKSIKVWDANTLKLLSSKGDAHLD
VIGALMSTGKYIFSGSYSSIKVWRTVTLELLHSVSDIYHWVRAFAVSSKRKTVYSGSHNKVHLWSAEEPFTCLGELTHTH
GSVYSLAVTNHYLIIGTYNQNTHLYNVVTHQHIKVLNAHIGIINDIVVSPSGNFLFTASYDHTVQLWDLVKLLPVQILSR
HEGSVNCMTLRGDMLFTGSEDQEIKVYLYYQGLASKNLMVVSSQSFVFSQDEQLRTSQSMQSTRVSHFDFLHEQEFSAKH
LLEQV                                                                           
>Hmag_XP_002156546                                                              
MDNSNQIDLTCPICLDIADDAVETECCGHIFCEKCAKNVNSCPLCNRVPLSFRITLFGRRLIGNLPKKCDNEGCGKDVAR
SEFNRHKLLCEFLIKKCYIPTCSFESIKKNLMNHLLTSHSDSVIKILEEHYSTSSSNEISNSKSFISTKINSKGRQARLG
ATGKYYCSGKLDLASKCQCCDGNCGPDNGCNCTSCMALDISTRKLPSGWYVNKEGFPCVKGNSGKFYCGRKMDLESSDGF
CGPGDGPNCMSCEIIGFEESVYEEVR                                                      
>Hmag_XP_002156996                                                              
MSYKVSSQNLLAPIRVEKEHTYSKDQSAQSSNNADPLYFGGYDEFFVDTLPNDLKCPVCFLVLRHPIQIEECGHRFCESC
FNRLERQQGILFCPLDRKVIDLDKIFLDKAANRAILSSPVKCRYFERECDWVGDLRSIDNHITSCAYVEVACPNECKSFI
LRKDLSCHLQLDCEYRIVECQYCWKKCFFNSFQNHLNKCPEQPIECVNKCGKKDILRVMMNNHVENDCPLSLQPCQFLKV
GCVFK                                                                           
>Hmag_XP_002156789                                                              
MEWPACGPDLNPIENLWEILSESAMDASCNIECSPQSELQLELSKDKKNNTKNQSIVVEYDDNHIGGYDEKFVNSLPSDL
KCPICFLALRQPIQIGECGHRFCESCFKNLKRIDEQLLCPLDRQLIDLEVVFLDKAAKRAILSLPIYCRHYKRNCEWIGD
ISSINDHLKECDFVDVSCPNRQCQDLITRNNLLNHLDLFCEFRTIDCQYCMEKFIYCDISTHLNECPRQPLECINNCGQK
IFCGTQGQRDTHVALSANLHLILAIEKIKKVENKISYQEELVTNLAMKYDALKKKDDFLETSFQSVVKQICNLENKMINI
DSKFRLFESRIPKNEYIWCLDNIDSRFNKEKKSMKDLNTCSTPFYSAPFGYKLSMQIYLNGLGEHRGSHISLFLNIVKGE
YDCLLDWPFTKKIKLSLLDQSGKRDHKVFVIDPRTNSLENYNKPDLYKKXXXXXXXXXXXXXXLICTKRYIIAQKEVKLL
VFSSFMPQSDVTFSEKIWLQRFTKSCLSVLMV                                                
>Hmag_XP_002155622                                                              
METKFGFAMYSAAKQGWLCKTCLEYSAGSKYWVKEAVKLYKHPTRTFKRHKQSEKHVDATAKQKEMKKMLVKGTIYKQMV
HDAILNKGADPEVKGLRDELLNPDTALFLLLLADLLSYINRLGANNLLETDAANDIEIKIQKFKPKIKVPFLEEVSSELD
STFSSDDPMFLAFDVFNVSLQYDLKKRIECVYVLETACVAIVNDYPKQVLEMIVLKESGCVKVTNNKPLSYGGQGRTKGR



ASVIIEMDLLHLDKLIEEQKKVLEQNENARKHRMGLRDDYCKLKDKLNTLADQTSHNFMNLYIIAELNSVNSSVLSSMFD
TKLLASIANEVMARTSRSTYFIRECERKYMQMFNLRPRVYHMKQDIPYEARLWRRPVPIGSVGFFPGKLLHTNEIMVLLG
DNWFVERSTKQAQEIVNRRIKLIDGQLGDLKKEHDNIKSQNEFTGYFKEAKETEDIKEIREEISQDLSSSNGKIRKAHTP
KHNLFPRRVDMKKVTSKNPVLSHDELFARLNELEHEELIAEELEQINAMNLLSESNENSEERHHPVCGNEPVFNSPADIY
DKHMHQDLDDKPLKSILKKDSRSNSNENLRLKPILKSSPEHNSLLDDDYRMLKTPPDNQLNEMTPEFTDDPKSILKSHES
CHNRSKQCSDVIQDDEDQVVDEKRSILKNSKDYIRPVTPDDELHKGILKSEPKKVVIKNPETIPIVNEVDHVEVAHVSLR
NKKMEGYDVEIIGEATNDFFCVICLKLMCNPVQFRCGHGMCRGCFKRLMKKAQNRSCEIQCPQCREIVRESEVFSNIMIH
RLILSLTVKCPNEDCGWEGELLHLQDHEDTHSSDTSHFQVQTKSQSQCSLKTLPLQADLTDSSQLSRKLEALEKKILSRF
AQFEKILRTVPVDKHHLNQKQSSHSIFLCFSILLVVVMNFKMSELDKMNSFESEFLLTRLRKCAALRGRVQRLFDKVNVF
RINGYVESNVNSEAVMVQMSDLELRLYELYNYLDETRNREILKYQFALLRGHIMYKLNEYYTNLTGVIVYNSGFEKRNDI
SLYNVYNVNLIFVWSINCTHMELLKENHAYYSENFAAAGAGKSFLLLYKDKNRPGMWEITYNQNRTSFLYDTFTVSIMNQ
FSETQLICPESPIGESPKDNIATVTKFFHIPLSQEQMIDQGYIYNDMLYIKCAVD                         
>Hmag_XP_002163397                                                              
MDSKITVKELNQNFICAICNGYLIRPVAITECLHYFCRSCIVKYLETAAEYKCPNCSTLIHETNPWDMLREDKKLEFLVY
KLVPNLAQNERNRRKLFYSRRGMLDPDACDADSNLNLCNQVSKKEKVEEENKTSEKQNIKMLDDSQIGLFLDFVEPDSNL
RGFVNLKFCQLEKPYIRTSSHITIGHLKKYLKKKLLSGDFDYDILCNGELMGRHHTLEFIYLTRWRYKEGILELGYRPKI
EKAIS                                                                           
>Hmag_XP_002165002                                                              
MDLLPTKFVIPPSSSLFCPLCEKLFKDPVISTCCGHTFCRKCVENSSILSCPLDGIRMGSNVIVSNRAVNGQLEDLLIWC
RHTLYRVDSEDDFQVDEDGCQEQIMLGQRAIHEESCLSAWIPCPNSSNHCGKFRKMHFNDHLKVCEYKRCKFATKGCEFR
GGDEKLQLHEVQCSFQETAVEWDSICDGENDDGLHAKYLVKAVKNLNERLCHNGTIRSIASKGMYVFSGGDDQSIKVWDI
QDKDMKNSKGCIATLKGHTGEIHAICTSGQYLYSAGSDKSIKVWDANTLKLLSSKG                        
>Hmag_XP_002170006                                                              
MDVPNGLYDELKCVKCLCLLTNPLSLPCSHNICYKCAKESLVTESQVQSHFEPYQVDKSGYKNKEKKASLNQISSSTPAL
VCSKCCIYFILDERGVDGLTKNLILERLVEKQKVLCCELDCQLCETTPSAKASFTCEQCLVSYCYKCLAIYHPKRGPLAS
HSLVEPQFQRIKHIKKENLTCSEHVEENISMYCALCKTPVCYLCFDEGRHKGHESKALGIMFKDQKIINFFLQQLQKNGV
ELESLVVAKIDELVLQLEKKKLDLIEHISSVVAAQNQQLLLQKDKPSAPVMLLEKCTVKYNTIALEWKDPPGNLNQVDLY
IVELDDGLNGSFQDVLKTKETSCILKGLQCSSTYRVKVRCVNSAGESQPGQTINMNTSKLAVFQFDKENSHSDIVHSNKN
RTITCTSFENRVALCDIGFCRGKHYWEVHIDRYEGNPDPAIGVAQQGCIKDAILGKDNKAWSIYVDSTRSWFQHNNAHMF
RSEGGIATASTIGLLLDMENSRLTFYRNKIKHGPVEFPDMKKAGIVYPAFSLNRNVTLTLFTGQELPAEIGQSILCQEIT
CDKDLMSRDYDKDLMTRVAAQVGQEIAMISWF                                                
>Hmag_XP_002170511                                                              
MHMDWFRNVPNVIRSQTTQVADQHKQSLGVSSEFQVDQANTTRKEGSDKVRIQNIPEEDITCSLCGEIFNDPRLLPCLHS
FCRRCIEYTINPRSTTLTCHLCRKETPLKIDEVPNFFQILSLHLLDVEQYEQSITPVV                      
>Hmag_XP_002170576                                                              
MTANNVEEQHQENDYIFSQADQLIKENKVEEQPTFLNEPNEIESETTVNQESEPPTEKDEAIKVTKEYEDKEYFEKPKYI
GEDEKTSVNSLSISQLRDSPTTLPEERLKFTLKHPLKSDHTCPQCNEAMRYPVQFSECKHRVCSACFHEFFRTEPRCPVD
QGKINREKAFLDKTLTETIMKLEILCNFEEWGCKWEGTFGEGQSHFEKCDYTNILCNHDCGAKFQRRFLQRHLDKDCPKK
IISCAFCEERCLREEKKAHLEDCQKVPLPCPNKCDKKLTIPRDELDNHIEVDCPRTKVLCQFEEIGCPHRCSRERLQKHN
KTGIIAHVRLLYDVVMKQSQRLDQHHELLHDHGALLEAHQALIDEIQQSAKTQLVWRIEEFSRKMKEAKSGNVTTLFSPP
FHTSKHGYRMCASLCLNGDGKGKGTHISVFVSILKGAFDSLLKWPFDYRIKFYLLDQNPVIEKRSHKKFNIKPNPCQENL
PFLGCPKMEKNASFGAAKFCKQSDLEDQPTLVKDDVIYLKISCDCELKDKVEHFSAQETFIVLVLDEMKIQENLVRDKHS
GELIGCVDLGDPSVNFATLQQADKLASHKAVGILEISVALKVVAVTCDGASSNRKFFKRHLSLTEKEDNNGHVNVTSTYV
NVYV                                                                            
>Hmag_XP_002169208                                                              
MLSKDNSATEENFQQGYDEHFDPPAPDVYECPICLLVLNAPVQTECGHRFCRGCILKVLREGRPNCPIDNYSINEEQIYP
DNFALREILELKVRCQNSKTHNCKWLGSLKSLKEHMMSCEYNLFPCSNNCGEKMTRNALDKHILNDCPKRVISCEYCKLK
IVFKKLQ                                                                         
>Hmag_XP_002169668                                                              
MNNMVKYMPKELGYEMCQKSCEKKHSSSFSALNSKSKCLKVKNVIKARNSLRKEIKNVLTKNNRISNFQVKQVVFDFTRD
VSKDYSLQVHDLQADGLKSDSLLKNEEEDELGLDIKTLFTCKCGWFLYNPSTLPCGHTTCKSCADKFMTCVVCGFSLTIS
SNISCFLEHILSVWFKKNYNCSKLKKQAIELYKNKEYLLALEKISSTKLEKDHQALYIKSKINTKLGHHEEALLDADMTC
KLNNSLGKYYYRKGICFSNLKEMDNAIDAFQTCLEVDPLNDKLSNKVSVAIENLLCASNSDNLNILQFPHHLIKEEDFEC
KICYDIFLKPVTTPCGHVFCKNCLTQTMDHNPCCPICRLSLVEYQSSSMTETFIIEQILEEFFKESYEEKQNQRKERMER
VGIDEDVEVPLFICAIAFPYVPYRLHIFEPKYRLMIRECLESKSKKFGMCIPNNNGEISDVGTICEIMNYKVFPDGRFMI
ETVATQRFLILNKQFINSMYYGRVTYFKDDLADVDSAMLTVISRSVYEKLLNYFSSLKPEEQQVILNTIGPHPEYSSDFE
LSQHGIPWVWWGLAMVPVNQTAKLLLLRSTSVIERILSLQRFLKFLSKVSLQNPHNQ                       
>Hmag_XP_002169878                                                              
MSQSESAVIFKKTSVKRGNTRKRKGSSSEEEAPQSAVVHVPRKAKKNSLVQSSGTKKNSEAHNSDSEEDISVSYKSTRSG
KREGPDDMGATAVVEIDTALNTDAQSIFERALEVNKELKGKADDKIYRGQSAYTQYIEKKDTAAGNASSGMVRQGPIRAP
AHLRSTIRWDYQPDICKDYKETGFCGFGDSCKFLHDRSDYKHGWQLERDFKEGTYGQEDVSKYAIEDEEDALPFACFICR
NSFKNPVVTKCKHYFCELCALEHYKKTRRCYVCAEQTSGVFNSAKDIIKRMKENSANEKSNDEINNEVDENSYERDNEC 



>Hmag_XP_002169572                                                              
MVSLDAQKFGGFDVHFLHELSDEHKCPVCKLALREPILTSCGHRLCFSCSEEIRKRNNGNLKCPLDNSDLNSNGTHLENC
ECVPLYCVNQCGKTILRKEISSHITDKCANTIVPYEYLNIECNFKGMRKEQDNHANSSIQNHFSMAISKMVANEKEITIL
KNEIGMRKEQDDHVNSSIQNHLSIALSRVDANEKEITILKNEIEVRKKQDDHANSSLQNHLSMALSKVEANEKEITILKN
EI                                                                              
>Hmag_XP_002157228                                                              
MDDSSRIEDLLECPICLERLDERSRVLPCQHTICLSCLGIIVESKGHLQCPECRTSYANLSIEKLPRNVLLVRLLEGIKN
SKRSLTKASKRLSAKVKYEALSNQPCARGLYNFISSEEGDLSFNKGDVVTLLREIDDNWWEGGLNGKRGSIPKNFVETLI
PLPKIEDDLIKAPFAKALYSYESKDESEIISFREGDIIGVIKKVDDKWLEGILAGQYGIFPLNFVQLNRAAKEVMSGNGS
SGSNSDEEPESLKTESKSYKNVVYMKQHSIPLATCEQTDNAPKRNTIHIENPSEKGLSKNLNLIDSEVRARTQSVNARVL
LEQSESHTTSTTTNSTTTNCSQYFLQTPNEQFQLTNPSISLTSSLTTSVSNKSDSFSTCSITSSPSSDIYVALFTYSPSK
DDELALIQGDKYHVIEKHLDGWFRGMHMRSKQTGVFPGNYVKLSSQLNPLVYTTNAVGYSSNPASPTQISNVPIFNFPLT
TSNDNSSEVLGASAVDTPSGSPSRNGMSGILKILKKNKSKRNHHSLPQPPCFPTQTTPFPPSYYHSSMPAPPHHRLSRPM
PLVPAEPPPPYTPLSESVMFQTINEQTPASLPYNGEKFQAVATYPAANAEELSFCVGDIIYVITKKKDGWYKGMSARTGS
IGMIPSIHTRRLIFAKPRKYGHVQTVQGYFIAAIVPVFPWKTQ                                     
>Hmag_XP_002166266                                                              
MEVNKKNESFTDFLCPICLQILIEPVQMPCKHELCMDCFKQHVYNTSLTCPMCRLRISVWARKNTKTNSLVNTDRWDLIK
KMFPERVKRRLDGLDDLDSSFDEYYAPVHIISSKGELQKEYEAEVKKLQEEKENILQANIQYIEKLQKEEYEERLRQEEL
DRATAEKLQQKEMYDSGIRLKSPSAHQEQLLALFKPKSPMKLRKRKVILSDCNVSKRKQCESIRNYFYDSEGSKAQLQPS
LCCTNSKTEKKEQKEVSNQFIKKVEYQSKENLVSDFNILLMSENTCITKSKVDQIDSPKSQKTLKITENIKNSKNHIKIE
LTEHSGNLKKIFS                                                                   
>Hmag_XP_002157410                                                              
MGSTRTEAEGTKNCKTEDERKDNSSFECNICLDIAQDPVVSMCGHLFCWPCLHRWIETRPARPMCPVCKAAISKDKVIPI
YGKDNPSQTDPREKLPPRPQGQRTEPENSYNPFNNFTNFGGFNAHNGGGLQFSFGIGAFPFTLFSGTFGARNSGEGTTVQ
QQEEQFLSRAFLWMALLFLVWLFLA                                                       
>Hmag_XP_002154322                                                              
MKSKIVWLPCLDTEAGMIGTSINESSCFNIFKTLECRICDDLFAQHGEKVPRVLSCGHSICHECLSKLQNETVVQCPFDR
TSTNLGDAGIWGLKKNFALLELLERLEQLKESKALTEFVDEACVTKCDEDDRHQADLFCTVCLTNLCNFCAKETHKSRTL
LLHKKIPISEKPRINPPCSLHCAHILEFACLEESCRESPLMCYICKDYGVHKGHKHVLIEDEAENIRKSIQNALQHVKTF
SAEVTAFSRKLAEISEKIEGGVSISCSNNGEVIQIPVIGNAEIARLRIREYFNELRDTIRQQENEALSVVNSYVRENLCS
IRQQQEDMAVLISQITHVCSQCDQALLRSDAEVIQARANIVNLLDAVQQQQQYFTELSELCKEDPEIPFAFTKDNRVHIG
PKMEMRVLALGLDNGGKTSILFKLKQNEFVSAITTIGFNVETIEHKSVKFTIWDVGGVQKLRPLWRHYYLNTQAVIFVID
STNLERLFEAQEELTKLLAEKRLQDALILIYANKQDLPSALSLDDLREKIGIHRLCSGRTWTLIGCSAHTGTGLNEGLDW
LARQFLSEFDNLS                                                                   
>Hmag_XP_002161941                                                              
MSQSAQGLQQPKSWELSLYELHRTPQEVITDDTEIAISPRSLHSELMCPICLDMLTNTMTTKECLHRFCHDCIITALRAG
NKECPTCRKKLISKRSLRPDPNFDSLIAKIYPNRDEYEAHQEQALEKLHQHTNQQALTNSIEEGLRIQARNRAVLKTFFV
IFSIITILISSSRKANEISHAEFYLKSCVRVSKICYKAKDIIDLTAYKFRQKEVKIGIATFSLLGKIKVIECQKLQFQSG
CIQFYIGIVNKPIERSPLKYKLTRAISALNLFNLCSDSNFDSRKNRMTGLLTIFHESIWINATIADPTALLNRMLKQQRK
QAEHALVDHSATVKEEDSPVISQDSGEMSTENNDSAVMTGKHKVSKRKHKDSTGSLTDNSNFLNNEVNEVEVLFHPHPAC
DILKHFKSRYLKTTGIATVAHLCQFLVTRISLEEITPCIDFEVLVRTVGEYQKLEKHLTLAEIKQLYSKDSTPLELFFSS
ENR                                                                             
>Hmag_XP_002168453                                                              
MDGYDADFVNEVPSDLECGICLFVVREPVQILACGHRFCSHCFENLKKLPADRLRCPKDNGSIDTKMVFPDTAALRTVSN
LTVKCSKTGEGCLWQGALRELENHLKDCSLNNPKNLIQEHMLNQISVLEEAFKKKDQEYLHLKNENFRLEQEFVKFKKEM
ESFTTSTSIRLDELLVSYNDLSSRLQQIEKLKKEDSITYNLPSQKVPPRIVPPKFKELEVLHVDRNEIAEVSELKQLLTL
SISLRELNIYDNPIMLNQEIQTEVYTFIKEMNLDILDRNSNSTSVIKQKIMRPMSTDQMISSCFVENQIINSNISINEYA
MNLNKKFENLSKLFSKLPDKNELESSQHENETLMSKKKLSRPSSSCSSQSRILAAKVYADTHT                 
>Hmag_XP_002167905                                                              
MVHEWTMADTANDLSFIFITEFILLSSTLSQTANLQAVFNILATLTSNIEEIKKTLKVHTSLLHFIKQKVTKELLFDLSE
DLKLPLTSIAEVETLEERRKENLNGMFECGGYDAHFLQELSDEHECPICKMALRKPILTKCGHRLCLSCSEEMRKRKNGV
LVCPIDNTNLKPEQTFRDKAIERAVLQLKVKCNNFLKNCQWTGELKAIDVQALNTLIMSIS                   
>Hmag_XP_002157349                                                              
MLAFYINGGNFSIAKRIIGIKNWLIRPYASDEIDSQTFHWLANLEFIQLVTLFLKFGYELKLQKFSKEIKKNKDKIGIES
KSLVKTKCILCFQRIQLASSTFCGHVFCWQCIIEWTTAKSECPVCRSPCYPSDYPFKSF                     
>Tadh_XP_002117207                                                              
MDRYLTCPLCQYYFNHPVILPCGHSVCLKCGQRVQKSIATASPGLRAKRASLPSLHYGDGGQVTRSKSVDLMVTSIVCPV
CVKKNILADRGVQGLARNCMFEALIDKLKNQKISQMNDCQLCEKTPPTQATRYCEQCHIAYCDNCCAVCHPKRGPLANHT
LTIIAKSPVEEYRHKQLNPCAHHPNQLVNMFCATCSVLICCKCLEVGGHSSHDTRSLDVVCKKQKTNTQANLNILKTNVN
DLQIFIGELTECYQQYEISNLDLEASIAAQFDLLINQLQKKKEKMLSDISNQQREQLESLSLQNNSYKQKLEDASVLVSF
IDECLKTNDCGSFIQVADNLNTKINDALATWKDEIVYEAAVEPPLDVVLDSKACQKAVTELCFIQKSVPMQPEIIADECR
MSNNNLTVCWRPPKNCQVEGYILELMEDGQTKYKEIYRGRECKYTARNLHFDTTYNARVRAYNKAGISEQSVEICQGTTP



KVMHFIVDDALGHPDIKLYNDNTVITCSNSQDRVILGSVGVSRGVHYWEVCIDRYVGDPDPAVGVAYLDANRDSMLGRDT
KSWAMYVDSSRSWFKHDNVHTNRCEGGVTTGSTVGVLLDMDRGLVRFYINGEPHGPVAYKGLSGTIYPAFSLNNKVQMSI
RTGLSIPSNYLISTK                                                                 
>Tadh_XP_002113932                                                              
MDILIHKLTCSSCGNIFNEPKILPCLHTFCKNCIEAFMAEGSAFCPVCNKKIGMRHIDELSDNVFLHSAFDMLALMKDRE
SFNCDVCDPGDSNSVAFFRCPECMQYLCELHGSAHLKARATKSHQLFTIDQLLSSWNLAHLNRPACCSQHFKEHLSSFCE
QCDYPVCNICIVNEHKGHPHMAIDHASNIFKPTTSNLIGEAKPRIIELRDAISGIEEMCKNISENADLALDDIEECFNRQ
INTLMERRKQLVTEVQTCRMERLEALHEQRDRLQMRLLSVSEMYSFVNDAVKNGNAADYLDIKNAINEQLQAIIKHKEEL
DVVEEDYIAFHPNDIATQVAIKFLGYIDTRYAYPPLCTAEGPGLEIARRVEPTVFTVLTKDKKGKLLTRGSDNIEVIIEG
KGRKDVQIIDNEDGSYTVTYIPIPISENVVHIYVKGLPILGSPFRVPFNVRDYTNITSPLIILGRYGLNIGEFRSPSGVA
IDDKRCLLAVCDRDNIRIQIFDLASYEHVSSIDVSGHMQDGPFDIAIDGKGRLLTTDPKGNGIFVFDGDGNMLYKIGSRG
QEAGQFGGLCYIAVDNANNIYICDSDNSRIQVFEERGTLVDCYGNYGNEMRQFNLPAGISIGSNSNIYIADRGNHRIQIL
DSNGQFIHAFGVRGSLNGEFDFPHGIATDVQNNVIVADHYNTRLQIFNSEGEIIHKIDNIILPHCVACDRCGHIYVTTKD
NRIYVF                                                                          
>Tadh_XP_002113632                                                              
MECRPYFVNKLKKVYICPVCNEVMTEPFLFSSCDHSSCKSCLQQLLRDRQQCPVDGINIVEEECEVDTELQQRIAKLQVQ
CANRNIGCVWQGTYNQFQRHLSDECKFQSIQCPHNCGERINDCSLDDHVQNHCQYRIIRCQFCENRIEARNMESHWDQCD
EFPVQCPIDHECDEVPRGKLQEHIDSQCQYVIVDCPFQKDGCNYRAERGSMKKHFRKDAINHLILLKSLLDRQRDKVAQQ
HEIIADQCKKIMELKKSMDTSYVWRINKFSQKLDNARHSKSHSILISDPFYSHRHGYKLCALMYPNGDGNGKSTHVSIFV
HLLKGEYDGVLSWPYEYKTTFELVDQSDNVSDRENISYSIIPEYTAANAKFFSRPENDANLSFGSSTFVSHKVLQDRRYI
KDDTFYVKIVLQRIISH                                                               
>Tadh_XP_002111914                                                              
MGFDPDLFLDRIYPYMICKLCTLVADEPMVTSCKHVFCMQCIQSWLAREDSTKAYKLTSDGPIKQCPAAHCSRWLSAQAL
KKAINLRAVLNKLQLSCPYKSLGCRRTLQVENVRSHLHSCNYRYNFYQKKKKDSVKIHRIHADDDEERAINHRHYQQEEN
PHSFKRYTAQRSRSYGDKSRHDVQYLRPLNGQQIDAIHYPVQDSGHAYFTSLVDFNKQHQIDFKLLRQKVAEQQITIWSQ
ENQIATLNDTMKLLKQGLVYRPSIPVNNDHEKAGLKPSYSPTEVSEVVISLLLVKENNSFGFSVKGFDAHQPTGVYVSKI
ADGTLAASRLAIYDRILQVNGKDITNLTQDQAARKISNAVEPINLLIARKIARHPNERSSSRRKKRCHKPLLAKNDHRIQ
NKCITQSSQTDNLIDSRRYRNPEMQDTDDRSPPYPITDHDRAKVADMKSLSSSSSSLNQNGRYSLDDNRFYDNIVSAGSE
AQNDSFNDKLRKLNLSLNSKKLHNPSFKGNQSLPRNKKKSKDPLGIKSIRNDGKNLLQNQDCSSKMTKSHSLELLSLRNY
HLSNSSHKASKVSQQMKRFSGSVLCQTNIHTSSCSVPAQIAFNSETDSHLVSQDDDESGLKYHNNSDVVLLPSIKKHMED
GPTLEWESEIDFNENLVTNDNFSYQYEERLTNSNDVDDESDIPNDDKSNSIYSNLKSPSSREYDDHKINTEKIDANTSNK
TTSDSDLADYYTEFKDNRHQFMHSYSEMNISQLPEHSTIESKLSAISLNGSMKGVKVNHIRFDEDNDNVKLYKTWSTSRG
KIGKHYYQDPVFVVNDWQEYHNHVAKYFDQYHQSNYDNLQCDKASIKTA                               
>Tadh_XP_002109711                                                              
MSEEDKVCSFFKKSNRKRPQSRMKRPPSHSNSEDSEDGSAVVRKERKTEIGKPLLQKTRKRGLRDDDEVLNENNSNEEDD
NLPVAFSYKSTRSAKATGPDDMGATLTNEVDTEIDRDARAIFEKSQKINEELKGKEDDKIYRGINNYAQYYKQRDTAQGN
ASSNSVRIGPIRAPAYLRATTRWDYQPDICKDYKETGYCGYGDNCKFLHDRGDYKHGWQLERESTANFNDEEDVHKYEIS
DSDDELPFACFICRESFKNPVVTKCQHYFCEKCALDHYRKTQRCFVCSAQTGGIFKPAKDLIAKLKSVKGDDDEENDNSL
DEGD                                                                            
>Tadh_XP_002107658                                                              
LFIQEPSKNLRCLLCQRIMKEPVVASCGHTFCKRCIETSVLGNERCPSDNNTLCAVAANLAVSEQIGELVVHCSYGCRQD
SQTGCLVVDEEGCPATVKLKEKKNHENSCRYAPVQCPNSKICPKLLRMDLENHLSTCQFCSCPNKRYGCNFEGKLAELDE
HLEVCRYQDFKEYFEDVDDKVHELQQIIKKKDQDISYLHSVLLNISERLLKLEKTVDIRFEVISDNQTKLADDITGSVRA
INQISNEMVDLQARIGAAGNFEVQTMFKCQGTFVGHQGPVWALGVHADFLFSASSDKTIKVWDTKNSYKCIRTLTGHKNI
VLGLCVHGTNLFSGSSDNTIKVWEISTLEMLKTISAHDNPVCTLATSSDWLFSGSHKIIKVWDIKTFKHYHDLTGLNHWV
RALVCKDDKLYSGSYQNIKIWDLNTFDCSYVLQTSGGSIYSLAVTESYIICGTYENNIHVWDVLSYEQQKTLAGHTGTIY
ALAVIDTPSQPKLFSASNDKTLRVWRLGSFDCVQTMARHDGSVACLVVSNNRVFSGALDNTIKVSFLFLSMSIGTA    
>Tadh_XP_002117834                                                              
MLTLMPASQRPKHHLIPEKIILKGKTRLGRQAEMVDVVINSNHSLLISRLHATITRNESGYFSIENHGLNGLLVNSKCIK
SCNLSHGDIIVFGGAGNGAVVGQEVQSTLSELVYRFCQYTLGEASCTVDSPTVHLVDDDIDQYVGEQAQTVMHSKRKRAN
SQDSSTSTEKKSLEKESSNYNQDSLSDLIDFVCENTSLDSQKKQDDNNNEKQSHNEENFSKIGEEFTCSICQSLLVAAHL
LPCSHSFCKECIYTWLSNHSTCPTCRKRSRLSQLVAEKVVDNAIAVMAEKFLNEGELADWKSRWNDVSKFNLKSLSGKEN
AHKRPIARRQEEYEIIGCNCAVKLNACIEMKNLFFIRSLLALHNLSEMTSYFIRRL                        
>Tadh_XP_002117642                                                              
LVLQRNMQNLRMELPKGYEVSFVGDNLSKYECAICCCALKDPVQTRCGHRFCKECIEVYIRRGGKHCPNNCQPIAINELS
VDNAAKREVLNLDIYCRN                                                              
>Tadh_XP_002117466                                                              
MDGHQSNQQQPQKLQSSTAAEYGNNNKNIGTPPALMALASTADATRTSNSMALPHELPNVYSTSHNRDGIPTVYGYPPSN
ISSLTPHYAPLQAQLYDQYGELALHAMPVLPIHHTQLQPASAVGQTHLIASNNLHQNETTATARSTNAGQIGVQFDGSSG
AFKPFTTTKDATTSDDRKANTEEKNKTDDRVSQAIPSEGDKNNNNAKKEEDLSAETNGVDNAGTSKDSLEVENNRDGRSR
RKRKSTYGGNCPICGMTIRTSDLQSHLDMELKKMTAMFSSLSKSNSRRNLRESSHGRKSTQQASSKKQKENTESLSPSIS
HGSLYEVFESVRNNRLIRSKGESSSDGTSLTSNAMNRRLLNQGRYSGNTYLTASSSTTSTSTLCPICNQSITGSDTEMND



HVNNCLGNKGISNEGSSGHQSDKFIEYDWCGESRVRATALVEEDLTASGFEKIKKTDEDENVVIDIDVSEAFGKSQYTEA
DLIPCSADEAKEERSRKALRQAMLGIDKSSKAVESSKWTNCKSNDIDIKSQVVDGVGGDTEKGIKDRNSDKRTSDSSSSF
NPSYRCLICMEPYYIPLTSINCWHVHCEECWMRTLGAKKLCPQCNVITSPADLRKIYL                      
>Tadh_XP_002116536                                                              
MASFSANFMQQNYLRPSLFELVAQNSMTTALRPAINYALKVGVPYIKNKLDTYFNEWNDEITTTISLAFNLMYAFGIDDS
FSPLLKLAGLTSSLPVLAFCLKIVEWWYSEENTTRSSSTFADLPIPPPPDKPKTAPNGIRPPINTAECALCNQGITNATA
LSTSGYVFCYPCIYQYLKQSGKCPITHLPTGIQQLVKIYPGAV                                     
>Tadh_XP_002115380                                                              
MASASSASHNNSSNNAGTNSNTESNENEDSAQANFECNICLDTAKDAVVSFCGHLFCWPCLHTWLETRPNNKVCPVCKAA
ISRDKVIPLYGRGCANQDPREKTPPRPSGIRSEPENQGPFQNFWGDNFQVSFGIGAFPFGYFSTNFGTNHGADQQRPQTE
QEQNERFLSEVFFMVVLISFFFLMLA                                                      
>Tadh_XP_002114236                                                              
MNHPVQGSLVEGVSDEAVLIAGGLLCICLAFIFFELWKSRCRYLGVRVHPSQEHAVEQARSFLSNSDHSEGIRNGRPRVS
YNADSRCPICILDPRAPVETNCGHIFCAECIITYWKHGSWLGPMNCPICRQEITILFPNYEDGQETDVSVDITTYNRRFS
GEPRSVFYRFQLWDYVQDFPTLLRHFVRECFTVNGMIALFRVKIVVCVVIAMIYVLSPFDIIPEAVFGILGLLDDLLIIV
VILIYVTMIYRNIIANR                                                               
>Tadh_XP_002109891                                                              
MATSLGARNSNGNNGNGNSRRLNRKRPLTPIDDGISDTYNDRNNDYICPICFGVIEEAYMTKCGHSFCYECIRRSLDENS
KCPKCNFQITDKVDPIFPNITLNELIIKHKRRLDVANKCESSVSKAANIIRGNRLDVADILSSKSNDDMVLSDINYLLES
LSEKKQQLELNSKSNRLQLLKEFLLQSRKNKEEQLNDLKTKLDLLSNDLKVVEENLVQFPTASTSPAFNGNVGVAATSNN
LNSTVNAGANGFNGSKYVNPKYLVSHSISERRKRLSIHYEDLEDCYFSIKQSAGSKDDSLELFMEHLSKFTKFDRFRALA
TLNYGDLYNHSSIVSSIEFDRDCDYFAIAGVTKKIKIFEYSSIIRDAVDIHYPVTEMTCSSKISCISWSAYHKEVLASSD
YEGTVALWDAFNGVKTRCYQEHEKRCWCVDFNKVDPKLFASGSDDAKVKLWSTNLEHSIASLEAKANVCCVKFSPVSRYH
LAFGSADHCVHYYDLRNTSKSLADFKGHRKAVSYTNFVNENEIVSASTDSQLKLWDLNVPYCTRTFRGHSNEKNFVGLAT
DGDYIACGSENNSLYLYYKGLSKQLLSFKFDVVRSIFDKDSRDDDSNEFVSAVCWKRVTNVLVAANSQGTIKVIPDFYPV
LMFHNHYNAYDNMNLIVSP                                                             
>Tadh_XP_002108615                                                              
ELSVYELHRQPQAAIDDDSEVTISLRSLHSELMCPICLDILKSTMTTKECLHRFCAECITTALRSGNKECPTCRKKLVSR
RSLRPDPNFDALISKIYPNREEYEAQQEKVLARLNKHHSQHALQSSFEEGVRMQATNRSHSQRSSVCYNCQD        
>Mlei_ML010516a                                                                 
MAEFKKSGKRRNVRKREKVTSNSDEDESSSVVRGEKRVAPSNPLKSATCSIKKLKEEREAFLPVVHSSKTIVPEVDGGAT
KTFELDTAKELDSTAIFKRNLEESKKDNFNEEYKEVYKGSGSYQKFIEVKDSVVANAGGGQLKQGPIRRPDHLRATVRWD
YAPDICKDYKETGFCGFGDSCKFMHDRSDYKSGWQLEREWQAQEYGARDNENYEVSDSDDEDLPFACYICREKFTNPVVT
KCKHYFCESCALKQYKKSKRCFVCDVNTGGVFNTAKDIIAKMKAAEES                                
>Mlei_ML038823a                                                                 
MGPSLLTLISADEMNKALYPAFLHLTKCMGVSSLTSDVLYLKLSAALQSYYLYHYNSSLAEHYWGVSRSYLTPSSKSTMS
VSCESLTPSSHSSSGQLMKVLKVLGCVETILGPFLNQKLRNIHNDQYHGDEMSKIKDILATVYPYVNLGVTLTNTLIKLG
YFLRFTEKFSISNSLLNISYQSSSPPLNHSKLGTLRSVIELLFPISMFYVQFIKQWSSIEGVSPYEATIKPPPPYKKSGK
PPACSSGGAPDLCPICGERLRIPTAMPTTGVVYCYVCIFTHVQSSGSCPVSHLHVGTADLIKLNIR              
>Mlei_ML049013a                                                                 
MDQIERANYVEGVGDEVVFVTMVTVLILLALTLVHYIAPSKGGLTTSTSSTQNPQLRPTDGPHTDTCPICLDVMSYPVQT
NCGHMFCGACVLACWDHGEWLLSPMPCPMCRQTITLIFLHFTETEIGNVYQERPQLVDKIGSYNRRFSGAPRPWIDYIYD
IPTLIRRMWSDSGLDFLMRFRIYAYFALALIYVIAPLDLLPESVFGVAGVIDDIVVIVIIALYVTNTYRTYVAYRNLQPL
LNAGGMNN                                                                        
>Mlei_ML05302a                                                                  
MKVNGEGKPERLALFAQTDSELSDSDPEETEFEREFIDINRRRSLRKHKENSATLSPNGLSSNKNLALSECSVSPISNLS
GRSHISAKTPSSGLSSTPGPGRSSRLSQLNKDDLSDTDSEEPLYITKPSSHLLCNICNRVLRRPVITQCGHTYCARCVMS
GNVKECPVDGQDLALVVENIALREQIGGLTVYCKFGCAMKEGGEKVYTGQACTDKITFHERKFHEAQCPWSIVPCPNSDQ
CGTLLARDLTEHLVECQHATCENVKYGCDFKGTSRDVDTHQADCKFMVVRGVIESFRSTIDNLVVEVSKQSKQIRELRKA
VISMEQENIQRDRKLDLKLASLDESQSHCNTSLDETRQMVNEISTEMNNVQSQLGLVGNIEQHVFKCKGTFVGHDGPIWS
MASSGDLLFSGSSDHTIKIWDTLANFTCLKTLQGHEGMVLALCVSNGVLYSSASDNKICVWDIKSYRLLESFSAHSNPVC
TLAANDRYVFSGSLRVINVWDVATFQAVHTIDNLNHWVRALVIKKNKLYAGIYQAIKIWDVSTFEAERIIDIKGGSVYSM
VVTDSWIICGTYEKGIQMHSLHNTRESHVLTGHSGTVYCLGFYTSAGHTRLFSGANDRTIKVWNVDRKIPSQTLDRHQGS
VCCLVVSKGKIFSGAMDSTIKVWQ                                                        
>Mlei_ML07283a                                                                  
MADDSNGRPIPKIVGRGKNRLKRPHTAHSYDLRSNVTRFKSSEDANCSFCHFYRTSHDDLLEYNEKLRTHLLKTATRTLI
VNQWSRQKDGKIRKLRGLLQERADELRDKNIEMQEYLREARIRKEELQHTVTQLQQSRQKVADLHSQLEHAEKRVKRLEE
VRTTEKLEVTKIKDSLRSLIEHLSPLLLELYEMTNSMDTNGTDSQSISAKLESLRETLTLCKAEISKEPGQAADDDFNVR
NSQELLEKMIAEVKCGVCQDLFIDPVALPCGHVFCEFCIRMWFKRIRGCPVCRKKVITCSQLHAVYQFREVVSLLNEYRQ
AEEKESRSLEIEQRKTLQDELYTDPLPRRSRERPSSSSDRGERFTSRRRRLENGTPSVPYPIPLPDSGLPTARLDVLPPM
RNAQPSIPFIPQQINNPFEQLNVGRPSNFGPESPRNMMSLLLNETFSSIGRFIRGGPDGSAFPTIMPLNMIEYSSEGMRE
PNIGQTASLAQPPAMITSISSLDELDPNRVTISAQVDEMEVGTSENPIMIQDISQEQLPSRTPPGTPPQVSRSDISDSSE



EIWPSPETNTAHHANAAQQFPPTNLVTVSPEIEAFSETEDNTAEIFLEASTSVVGDLRHLMEGELLTSSSESESDTTISE
TESDTETEPSSDEDDLPADEVTESRLSDID                                                  
>Mlei_ML091713a                                                                 
MSGEEEERKFLDPSNVSKHLYCSICMEVFVKPLRAPCGHSYCTVCIEQWLRNTNTCPEDRKPLRRNQMHFDFILENIIGD
HQVVCPFRKRGCGVVMPLASISSHRRECDLNPDNLPDFLAKETHPDLKLSSTSDSDGEVGEVPVMSLKMRLFKGKKRKEL
CSMFDTSRPSKTMAIELSDSESEKENERDNG                                                 
>Mlei_ML09256a                                                                  
MTESEHRTGGAGPPPGETTDNFECNICLDTARDAVISLCGHLFCWPCLHRWLEVGNDQMRTEGSLCPVCKAGISKENIIP
VYGRGGSREDPRSKTPPRPQGQRPTPERQPNRGGLGFGEGFTLSFGIGAFPFSFLATSFGGAGFTDGNNNGNNNANNNNN
MNNPNNPAFGNFPQFNPNRYQNPEDRFLSQLFAWCAILFVLWIVFT                                  
>Mlei_ML14424a                                                                  
MNKPRRAKSRRILPLPLDANETKCGICLDNVKKRGKIGPCSHLYCFTCLLEWSKLNNTCPQCKLTFRCISRVYFETDKFE
EKVFIKDKTLKTGIVSSDEDVYINSSEIEDSDPDFIVHEDIPDPLCQDSCSEPEAQFTQRKRKCNLSPRKKFTKRRSRAV
LSSSDSDSGDENDEVHQQIISNCCQSPDLFEKSPQFSGGSIRTESGNTENLKSPKSSRYNSKFNSTFGKNMKDSQSVSLE
NNASPKSFKRTILSSPKINKYKSLDRTLSIQKSPKSYFVSPKYSKSARWASLDQRVKI                      
>Mlei_ML18552a                                                                  
MATTSGRNLATQIEAELICVVCQERFTSPRVLPCQHSFCESCLSMAHLAREHRGRLLPCPTCRAVAVIPDNGVQGFPINF
ALNNLVQILTTTENEVRRTPQEHCGLHENRKITMYCCDCHVTTCSTCAATSHAKHHTEIILDVVDSERDAMREVLNEMGS
ALEKSDVELNTVNEMLEKITKQTEAAIIKINKEAEKVIDEVSKKKVGLIGQVNALKIGQTEKIATFKEDLKSWSKKKKDI
KLALENILNTQDDVAFLQGASEIRGDLKPRESSSNLSELTSASVEKWIDFHPATNLSTQIECLDMGDVKLTKEEPVGTNA
VLNSNSRVNTARRHRRRNTVGTSREGEQETPLQINLERFTEENALIIRYTDQRRGGARTQSSANAPRIRAIHQIGSCGTN
LGDFFHPCGMSQLSNGHLVVADQRNNRVQILEENGSFVQMFGNEGTGIREFKSPGDIAVDNEDNIFVLDTRNDRIQVFTA
DGRYKKIIGGIGTGPGKFCKPQAITIATSGEILVADSGNNRIQVLLPDGRFSHSFGREGSGEGEFMEPCGVATSGNDVYV
CDHHSHRIQVFRLTGEFRSTFGSFGSEHGQLSYPSSVAVDSNGSVIVSEYGNDRLSVFDGVGRFKMCFGDEGNDLGQFLS
PNGVSICMPDVNQRSRNVKFYVCDAWNHRLQMLEMIC                                           
>Mlei_ML43438a                                                                  
MWINVRTFCGTKSERFDGLSKLTTIDILRQKIQEKFDVPSSEQKLFYRGKLLVDQHTLFDYNVQINDTIQLMIVKKPVES
ESEVETDTKSTEPVCEDCTGLYGIGEEVDVLDPGTCAWFEGVVRRCYKETRHTDTQLYYTVQLDGYEECDNMDVKPEEIR
PRSFYVYPLSELKPELNCMVNYNLDSPSERGFWYDAQISSVVKKKGKYSVSAKIMLGAVPAEVVLPFPDDVFRVESRENS
VVIDTVSNNIAKRKSAPQCAHCQDNKRKKCKYCACSVCGNKDNPGQILLCDECDCAFHLYCLDPPLESVPSEEDWYCSNC
KNDATEIVQAGEGLKTKKKSRAPASNSNRDWGKGMACQGRSKICTIVPQDHVGPVPGIPVGSMWKYRLQVSEVGVHRPHV
AGIHGRENDGAYSIVLSGGYEDDKDFGEEFKYTGSGGRDLSGNKRTAEQSCDQKLTKMNLALARCCAAPLDIKKGAEADD
WKKGRQIRVVRNCKLAKHSKYAPKEGNRYDGIYKLVKYWPEKGQSGFLVWRYLLRRDDPAPAPWTKEGQEMTEKLGLKLI
FPEGYLDDKENKPDNKKKRKRNSGVLEESSPNKKSNNDLSAELKKLIKSDTANRKQWDDLLSDPSNWHDKVTEQFSCIIC
TDLVHEPVTTPCSHNMCHKCISRSFKAEVFTCPNCRYDLGKTYSIKVNKNLQSVLLDIFPGYDSGR              
>Ocar_g14_t1                                                                    
MAGLEADLKSSYDYVKEVDEYLCCSICLVAMIQPVVAPCGHSFCRKCIESWLSKRHVARSCPQCRTRVRKDQLQTVVALA
KAADALEVYCPMRDKGCKEILKRGALEGHVSKCSFNKVPCPTCGGLTTKTVVESHSREIADRKAASQFMIDDLMQQIETA
EEHLEGWQDQNETLKRDLRYSQSRVAELERVSYGRNDEGFDYSYQYGTSYQYVKEVDEYFRCSICLTAMVQPVVAPCGHS
FCRKCIESWLTKENVPRSCPQCRTRVRKDQLQTVVALGKAIDALEVYCPFRSKGCEKIVKREALKEHASNCSFDKVPCPT
CGSLTERCGGVPLQRNVRATGCQSGCQSIHN                                                 
>Ocar_g462_t1                                                                   
MQTASAGSGDDGDELQKGIESVAKKLEDFSNFVHACKTSKAAENGGGNDADVSSCPCTGFLYEPFTLSDGSTFCSSCIEK
LPKQRRISEVGQRETLRPNVILANLLRRWHPCDVRAVECRKRGNAALVAGNISGAIKAYSEGLEVCPKDHLLLAYRSKTY
SSAYYRRSQALKGLGKMTEAVATCLVAATLENAKKSSSKGARVKNTVVERFPEKSLIVEPKCQSALTEILRETEKGALLS
CTTERQVQPDMVRLDDFECVLCCRLLLEPLTIPCGHVFCRSCINRSLDHRPFCPSCRHPLQEYLATYVGRKQVGCLPVTA
VLEKLIKKYFASEYQKRQTEQEQELQQAAG                                                  
>Ocar_g772_t1                                                                   
MGYNSWYDYTCNLDENGIKATADVLVSTGLSKLGYKYVNLDDCWAKGRYDNGTVYPDPKTFPSGMKALADYVHSKGLKFG
VYTDRGIKTCGGRPGTQDHEAIDAKTYAEWGVDYLKEDSCNAPGDRASAFEQYAKMRDALNATGRPIYYSLCGWHEWYAP
IGYSLANSWRIGPDDTNWGGVLRNIDINAELTTYAAPGGWNDPCLLLGYTYKGTPRVTDVQQRSQFSMWSVMASPLLISS
NVRNMSSYTLQTYSNEEVIAVNQDLLGKQGMRLSGGSLSNNADLPPAHLSKCNSTAKSQKNQIWSFPGNSSGQLMTELDQ
KCVTLQTDGKISVESCMGKNSPSQSWEYNAETNQLMNNGQCLDGSEIASGGTNVWGRELANGSWAFVFLNVGSQPVNITC
DATCFEAAGFDASVKLTVRDLWTHTENGTTTGAGYIAMNVPENGGSVMVKFTRESGTTTGAGYAAKNVPENGGAVVSTLF
VNVMDLVVYASTKLTEAAAACCFSDLDAMLFVPCSKYQLEPKVDMDDGTIEVEGNYVDLCRFSVHIWSSQSGKSSPAPPK
QPLPKRESPTKFLPSPTSDPEDPYGTTPFASNPAAEADSLSSSRFSSRSFRTKASTLHYVQEKLAGQLSEIETAHHVRIL
ALPGEDPAEAIVTINAADTGKAQVDKGYSEVTDFVNAVSQQLVELKIDVPREVEAEARTKCDDLLRGSTNSVVMDIDDTG
RAVTLIGGRDDVADAAAKVERLIWNLRSRSPREPLKLTAEGIVVKQADIVREKADVFLVTTSVGAFMTSGLSQRVIAEAG
GEVGLACAEEIKKSGGKIKPRLFVTSGGQLPCNYIIHMIFPNNFQAKSAVPLKQTYFSGLELAGSAKLKARSVAIPCPDS
IPLVACSTPIPYAVNQYMEAMGEASTVKQVVFVCENASTMMAFKRGLESLRPVQKGSPKSLSKAPAPAPAPAAEAMAKGS
ETAADETEDECIICFKSITNKTYLPCAHGFCGGCIADWLKRQTKCPVCDLPVFADHLSYSSGNSAAMAAKKNCAICLNPA
ATPKQLSCGDVFCKRCIDERPSCPICGKALSVFPGSSMRIARARNTLSGFPKCGTICIQYDIPAGIQSVDHPNPGMSYAK



TVKTAYLPDNIEGKAIVRMLRKAFDAGLMFKIGKSKTSGLDNQIVWGEIEHKTNKTGGEEG                   
>Ocar_g1337_t1                                                                  
MCVGSQPISFFERFYRGLLVNSFFARWQTFANWPCESPIDPERLAEAGFINVGKENGVHCARCCVLIDDLRAGDDPVERH
RRLSSHCRFPDRLQIAGNSARVSRQQNLSTSAASETDVNRLRSARGHVDRQFVSGRRRGATHRGGELATAGREVESYVCL
AGFSSVFDENPRECPICNDHLRNSILQCGHVFCAECVEEFQKWRNECPQCKRKIVTVQRLILPTADVRLDYYDRCLCPCG
HLVRFDSCGGDAKKGGNCRECGRRITDFVKLFL                                               
>Ocar_g1617_t1                                                                  
MGDPSSSSEQLAQTRRSGGGQIAKTRCDDRKVARKGFAQSDGAASRPLVDKRCPSDGKRRKGWHSHSGAGHHQREKRSTP
IGQAQANDGLDAVDQLAVLERGGGRKGGPVSLNHLLNFKFAPREAAQAARRQNWHRHSTIYNKEQFLQANCQFVVQQQGD
YTVHAVDSDILVNWDLIEQRMFCYEISSCPICLYPPRAAKITRCGHIFCWPCILHYLSLSDHQWRKCPICHEAVHKKDLK
SVKSLANHHFIVGDEISMQLMARKKPSVVVMPISQTQVAPPGGQPFNLADPIASQFEKLLLTSSSQTLQEIVNEEEAELK
CLKLELEGEKEDPFFAVEALELLDERKKALPTAPSSVSKSRREEKPEKELKWTGDGKCQDVGDYEAAFSDEGESGEPRLV
AKEETASVQEEEEKGPDNSKTKAVGSDGHTYYFYQASDGQHMFIHPVNTKCLVKEYDGLTECPQAVTGKIVEIEWITQTE
ETRRRYRFLHHLPLTCQFALCEVELKPPTVSKATLQFFYEELQRRKNKRNKKAREEKKREKQLDRAEQQELPPLPSEFKT
GPDLKEIDLDPSAAVFIPGADSHGQMSDSPVGNELSPPSFAQALCDGMEKASPSSWPVKTSFRPYNTSFARSENDEDDDP
AVPSFQESFTEALTMDRVVLEAAQLSSRKGQKKGRGKQLLFSTGSQRRY                               
>Ocar_g1880_t1                                                                  
MANPRGANLRGGNSGGFDKSFIDLPERLKCPICLCGLRDPQLTHCGHRACCECLKSLRKDDDSITCPVCRTELTSNQVFP
DNAVKREVLDLAVKCPRSPQCPWTGELRTLENHDSECQFLRLRRMSQLVRGRRKDMDDHMQKETVKHMALSHKGQKRVKK
ELEQTNEDLEETKEDLEQTKEELEQTKEELEQTKEELEQTQENLEQTKEELEQELWQARQDLQRGCFSNPGTE       
>Ocar_g1889_t1                                                                  
MAAAGFDAKFIDLPDHLACPICRAGMKDPKQTICRHHACHGCLEPLQRGAASFPCPVCRTKLSKNEMFPDNAVKRDVLNL
IVKCDRVESGCENYASWKSVTKSFSICSFSVHYNVENMSCVVRWTNTLRQNA                            
>Ocar_g2508_t1                                                                  
MALDSSRSGGSFGASFRATECPICMSVFNSTRTPLATPCGHTLCQPCAYSLADHPRKNKPRAFDCPMCREHIPSLSRLKV
NYALLDLINQVRALTSSHHRSSSGPHLSRFLSINFTDLQLDEMLDSGAFGEVYRGRWRGNVVAVKIIRSKDLSPQAIESF
HREVEVMNFLKHPNVVMLMAACKKPPRLCIVMEFVGGGSLYRVLHAVQYQLKDGEFKKLALDVCSGLQYLHSINIMHRDL
KSKNVLLTTSRPPVAKLCDFGLSRMRLESATMTGHVGTAQWTAPEIINDSHYTFKADIYSLGMVLLEMVTNQVPFPGMHP
MAILMAVGVKKKSPPIPSSVNLVLSSLIRQCVKWDAAERPLIPQVVELLENFKAVDSASNLCVADLAVKECMNSFHSLFE
RPVSRPDDVKEDIAAPAKLSIGTRTRSLSADGVNDLQLNADYALAAQLQEEEKREREELTAGDSYIARQLHYVEGAKAER
GATHADVQKYHGIPFNPKQEVMSEMRSKFHGRKPSEESISRYSVSDNGNTKSESQSWQFAEYEPGEKPWPSETEPMLSSL
VRQPSAPLAAEGGSDSGIQGSSKETETSSGINFEGHSDCEVSKESAAIGEKTSPEVKQQCLHTFGRWHQTGQDNKPGFFT
RHWRQMSEILSRRVSSPTVDPKERESTATTPDDADPDLDSKARSPPFHVDGNTFLRVMASLKSMVPDHEVGWAQTSPEKK
LLPKALSLPTNLFRKKGHSKSPQPVPGDVAAGSSDSTTGSSQDSSSLSPQCSDSPDKSQKKKLYQRIERSWTLGSGPGHK
ETEV                                                                            
>Ocar_g3587_t1                                                                  
MADQVVFFRKAGRRQNARKRKASSSDEVEKEDVQDTAIVRMERSGKKETPNRLVKKTESKREKKEVTVQFKSERSAKREG
PDDMGATAEYHLDTEKDRDAEAITERSLEINKELKDKEDDNIYRGLNNYKKYIELRDTSAGNAGKGQTRRGPIRAPTNIR
NTVRWDYQPDICKDYKETGFCGFGDSCKFMHDRGDYKSGWQLEREYEQKTYGKQGSHDYEVAGSSDSDDEMPFACYICRK
LFVTPVVTKCKHFFCEACALSHYRKSTRCFVCNMQTHGVFNPARELATKIARKEKEALANVADT                
>Ocar_g4930_t1                                                                  
MAAQSQGYEADFDPPLEKRLECPICLLGLRDPIQTPCGHRFCGQLEWKDTGKQPICGEETTPVTEHLLVHASIKPTEPAI
DTRSWPTCLHLHLVKSDLLCYIQDVCCMDRDPTKIGLYLAGPHNHLVNGLYVQFVAKIGCVIFPQDDDSDCEVEGFLMLW
DRKLKSFVAIMPKQQKGFRARLKVREQGNKSTPLTAPTPLRVPLLKTTTNVTVPMDQPGFQQDQRKSLTWMTLQEQEPWQ
QVAPAQCNGQTFHPVRLLRQLSVQIEVEAHGPQVDDVIKIATQQHSLMDHLTLSSQLVLCSPPALPWN            
>Ocar_g5254_t1                                                                  
MAAGGFDANFIDLPDNLTCPICHVGMRDPNLTLCGHRVCGSCLEPLRKDASSFQCPVCRTELTEKKIFPDNAVKRDVLNL
IVKCNQVESGCEWKGELRQLEEHDESCLHLLLQCLLQCGVLVMRLEMDNHTGKECLRRKVACKHCKLDFESQHLSNHFKE
CPQYPIECPQRCGQVLVRCQIEYHISRRSSGTCLNTMVDCPLKECGCEVRCKRVKMKSHMEKEMVSHFSSLSTSHFQIKK
EMSELKETISELKLEMESVLCVYTWHVTEWSERLKKAMEDETIYYESNAFYTSEPGHHMTLRLYPNDCDYADHFVGLYLF
CVKGDYDGVIKWPFRRKFRLILVNQRETKNDKEYVKTIEELEEDAGYTKPDEEGFGSGMINLNEIDKFVKENVLFAKVVI
YGW                                                                             
>Ocar_g5301_t1                                                                  
MDSNTFIGGRAEPDCVKLKVSTIVDVAKPRFVFKISESLQCCLCKQALEEPVQTPCGQRVCCKCLKDLLEKSSKKKEKQA
ECPSCGEDIDTSQCWRDVFADKELNRLEVYCVYESAGCEWIGVRSKLQEHTLLCDYQPVSCTNEGCSELVPKLQLELHAL
EECLNRIVTCNNCYKKLCFSERENHEKACPKAFVSCPNFCEVSSLRREDVESHMRTCPQRKTQCSILGCPFEGNQDVVNQ
HESDMGTAALTDHLHAVSSGCEDVKREIGKLSKKVNEKNQDFRSLQQGSQKAVEALTQRVAAMETGVVDMQAHQKVVQAK
IVETCYQSVDNAQKEYLGKFAQLEQHFRMFTEKMLKMEETIASQATRISLLEGELSAYKTDSGRGTFTGSGSGSSLLMER
QFSQQDRILGSHDVKLAEQGLRIDMLDCKNMEGVLLWKISEVRRRRREAVSGKTPSIYSQPFYTSICGYKLCARLYLNGD
GMGKGTHLSLFFVVMRGEYDALLSWPFQHKVTLVLIDHDSRRHVSDTFRPDPNSSSFKRPRNEMNIASGCPLFVPLSALD
NGSHIKDDTMFIKIMIDTAGVVKPDDRNSSW                                                 
>Ocar_g5411_t1                                                                  



MTQEYDDETEENITESEEPKPKKSRVDGPSSTGAEDAMEESLQCGICREILHDCISLQPCMHSFCGGCYSQWMAQSKVCP
QCRAKVDRISKNHIVNNLVGAYLKEHPEKKRSEDELEALNKQNKITQDMLYPKQRRGRSPNEDDEDDEEDDDESGDDYQP
PFGFLQLRPGPAPPLKCRACPDYTGPHANSDGYLCPAPAVHLLCHCCMEPMPDRASAASGSRVPKQQCDICHQAYCHLYW
TCNASNCSGCLGPFAGDCFLADWPWFPHWRPT                                                
>Ocar_g6033_t1                                                                  
MNTREKTKGAKCVVAMDGTRTTIKNPKKGMEVKSFNYDFSYWSHTETDPHFASQEAVYCDIGKDMLAHSFEGYNICIFAY
GQTGSGKSYTMMGVPGEKSQPGIIPRLCEEMFGRIVSDEEPDLTYSVEVSYMEIYCERVRDLLNLKTKNLKVREHPVLGP
YVEDLSKLAVTSFTDIDHLMDEGNKARTVAATNMNETSSRSHAVFTIVLTQKRHDQLTGLDTEKVSKMSLVDLAGSERVS
STGASGDRLKVLIGFPLVLAFVYGMLQQEGSNINKSLTTLGKVIAALAEMSSAKGKKRKSDFVPYRDSVLTWLLRENLGG
NSKTAMIAAISPADINFDESLSTLRCNHFYDDELLVLPLINWRYLFTSRYADRAKQIMCKAVINEDPNAKVIRELKDEVN
KLRELIRSEGLEEKAAAFMMGGKTGLLLGLQGNEGHKDTIPEDILEKLKQSEKLIAELNETWEEKLKKTEKIKHEREAML
HEMGISLQESEAGVAVGVTSPRKTPHLVNLNEDPAMSECLLYYIKEGITRVGRHGAQDRQDIQLSGLNISKEHCLFENRD
GIVTLIPANGEAYVNGKLLTESKVLSTGTRLIMGNNHVFRFTHPEQAREQKVERDRDRERADADSGVIANMDSLLGEMGD
VVCEDWAFAQMELLREQGFDVQKHLETRVSAVEQKMRKEVEYETKIEALQKQVIDPKEEEGEEEQDGKEAFTERQLALAK
MALDKWKKHQFTSLRNDLLSSAVLLKEANAISVELKKQVIFQFVLLSDTLYSPLSISLADGSDMDEPEAFTMASVPTKTE
AGCSKPKTIVAVESANIKDGTTQYWSMAKLRQRIFDMRDLYERAGDPEQQLGAIGLDNDPFLDRVPWSFVFLQNLLHGIR
LLHHVPVVNERGHVKGYLRVEMEPLPDLSEWDSSAGNVDEVRFDDVEDERKSESSVGSLRVKFTVTMIYSFGLKLVNLTL
LDIAVHHDANFPCGGTFLLQQGIQRRISVTLITERSLDLKWRKIEEIAVGRVRNSHHPSLDVESNSKVQSLKLFPPRVTK
DPSDDRLEVLPKATRQVNKKRCRRSLYHLEAAWDSSLHNCILLNRITPSGENVFVTVSIYIEAERLSETVCITKDLCMTI
HGRDSKPSAPWSVNLFSYWSSTVQENGLQSLVCRSFKDIFGGGFIRNKESNRVAAFYDVILRKSHESSKSGSKSQTPGAS
VVDTSFTYVRGEENLRGWRPRGLSLLDDHQEVLSRLDRLQEVEKARHLLQLRERLKTESGEERRSSVHRSVHRSKSLQDV
TGSPGKLHTSRSADLLCTPEVLPGKKEEDETEEEEDCRGATATTPEDVTFTLGEGDEDSSHANRKSVAFDKLNTVRLTRG
GSMPGGGNHSPARMRKRPVCSAEVREISVNKKDAKKGWLLFLEQHDRGWKKRWVLVHRPYMLVYNTERDPVERVVINLGE
AKVQYSEDQQTMMGTINTFSVCTRNRGILLQTLKQKPVFEWINAMDPLLAGTITCEAARAIGFDSGPRDFASLVSSSVVP
TKAQPASKSAKSDDRASDFLCPICFDIINEAYVTKCGHSFCHTCITRSLKECNRCPKCNLIVEKPDFIFPNFTLNELILK
QKQKEASLVNQPGQKAVSSHVGFLKLTQELNLSDVNFAMAVLEDRKRHIEMGSAFVRNELMLDFLHKTRDEKFQELEKLQ
AQLEIINQDLTTVQNELSKQSPLHRVVKQETIDGISFEQSSPLGMAAGAQAGFNGSLTLQASAKSSMEHLVQQKNRLYIH
LPELESTYCKMRLDHFNVNLKKFK                                                        
>Ocar_g6994_t1                                                                  
MAEAEATIPTSDSSLSRRLECSICQETLKKPKMTPCRHIFCSTCIDTWLNPSPARGNPHKTCPVCRKKLTARQLEPPPAL
VSDFLSLVRVKCSRSDLGCKKVFAADSAEADMKQHDKECDYVRVSCARLCGTEMMRKDVETHNRDECPQALIKCPGGCGR
SVMRTFKGNCVMEHVMPSLGFSKITFELGLLSKRVDATVRRLHVDKKDLIQLQQQVQDIQKDVETLKKVSQPADCQFGYR
LSLIVGNYLLFDNYSSVDYAKS                                                          
>Ocar_g7171_t1                                                                  
METLLTAEKRMRAELEDVKFKLKEKSEQVKRLEGLADAGALQKLKRTEESVKEMQRELSQSKQDEDAMMNEMEMTTQAYE
EMQEQNARLLQQLQEKEDASLKLMSEVRREGEGGREGEGEGAISFANRVCFQRIKQNQKNRLLIQQQQQRDQQLASMESH
ILAQTELMKKLEEREKNLQGTVSAMEKEVAYRQQAMDAHRKKAIEAAQSVQEVKMLFDKQAEGVQDLRKQVEIKTSAAEQ
EEYKCRRIQEENNRLKTRLERHKKFGVSGSADEVLKEELRASKAKLTCPCCNTNKKDCVLTKCFHVFCMECIKTRYETRQ
RKCPKCAAGFGANDFHKIYLS                                                           
>Ocar_g8002_t1                                                                  
MDTELVLVTGASGFIATHVISSLFAQNKFRVRGTVRDVADASKVSSLKRAFPKLELVAADLLSSDGWKEYVPYGVSGTDD
KVYTEEDWTNPEEFNVSAYDKSKTFAEKTAWQFFEKNKKFELVVVNPVVVIGPLLVPRVSQSHEAVSVLLARKYPGIPNL
GLPLVDVRDVAAAHIAAMTSEWANGKRIIIYGESLWSQEVAEILKEEFEPQGYSIPQMQFPNFFVWIAKWFFSTLEYVYP
GLGKNFLFSNQRMTEELQIKPTPIKESVIDTAYSLIEMGIVEKKKGYQNGGLISMTFASPRLGGDKLFPMSEPLKNKGFD
YKFHPSLEPKHRCPVCRFALRDPFQTACGHRFCGPCLKDVLGTDKPRCPIDNEILRGDETFPDNFCKREVLSLLVRCDNQ
TNGCPWCGALKNVESHQNDCLFQIVVCPNEGCSLSIKRRDFDEHLEKECDFRTLACSLCGQLVTLGAQAEHDAEVCPEAT
LECPNGCGERIRRKKLSEHKRTECSNAKLSCKYPGCTVEGSQKAMEDHYQSSKYLDFHLSLLKDKVEETSLSTYSPTTSR
THGEASSATATASSRSYQPLPLQTPQLSIDIANVISLLQKQVEELQSKIA                              
>Ocar_g8048_t1                                                                  
MVPIGLLSSTDPVRSGTPGEEDLVLDIEGDGGVLGKAQYTEADLIPCTADEPKEERQRQALRGAVLSHFPVPKQKRDLDV
ESPSASVEDSCEEHVKTQGSTSLVRLPRKEPDRLLSSKTMFCLVCMDSYKTPVVSVNCWHVYCEVCWLRALGAKKVCPKC
NAITAPGDLRKIYV                                                                  
>Ocar_g9084_t1                                                                  
MLESRMVFSGSPDLEKAVPDDELSREIETGLKAQEVQEVKDKLLIETSDMLGVKWSKEVLLEGWMENSALACEKAGVKLP
DSDGLETKVEWDAAQSEKERRCGGEKFHCSICVEEVVLRNDRLVSIPCGHSFCDECWEGYLNVKIQEGDAHNIKCPAQDC
NILVPLVSAALP                                                                    
>Ocar_g9205_t1                                                                  
MGSHAPPVEEPESAGSEDYGGDKLDEKPLTFKAEIKIRVRVMKHLRQTSGPELEEFGHDCKITFSWQGTASSPVVIRGKN
KANVAKMKEKFLSFYHKAEIEIKQLADMRGNSGNPMIKQNGDAASPLSPRIFNNKESETKMSFTSPGGITLAIQRGDIIT
QNVDAIISPADRRLQHKNPLAKAIADAAGNEMAEECKFQVEICGDLDSGTAVATRAGRLACRHVIHAVGPNFLSGLRSSD
DVDNFRFACINSLRYAIQLKLETVVMPSLSFGFPLDVSAAVMFNAFDQFSQRNPRCSVEKVCFMSDDDDAIDAWCQEMKH
RYHGARESESPHFALPADRRQSSKFAETKPKSSGYLSDDSPQFQYLGDMKSDSFSDLSPVPVPFASNGDDTTDFKCYICL



GPLTEPKVLPACKHTFCTICVEQAFQLNPNCPVCKTPHGIATGLQPDGTMTSQRNDRCLPGHDGCGTIVIEYRFPGGTQG
PDHPNPGKPYGGNTRMAYLPDSAEGREVLQLLRKAFDAKHLFTIGRSVSTGIDNQITWNDVHHKTNEYGGPER       
>Ocar_g9742_t1                                                                  
MWVKVRYVNGKGDRDYIIGQLSRITKICQLKAKLKDKFNAQPEDQRLFFGGKQLNDRNTLFDYRIGRNDLIQLVIRQKDE
VKPEISSPSPKKDLSESKHQGINGDIPDDVAALPSLPALEEEEEGNCRSVDVDSTLYKIGDWLEARNASTGAWYDSRVIR
ITKEIPLEDGPSSFEKASDDDGMENYFYHVQYHKFDSTGIFKVTSKHLRPKCKTVLQWSQLSPGQRVMANYNPDQPKELG
DWYEVEITRKVEDGEYKELYCQLILSENEGMTEECQLAALSCIYKIEATPDTSEVEYDGSCGPSQRVPDCPHCRDDPDES
CRYCGCDKCGDKHFPDKLLLCDECDDAYHIWCLVPELKEVPDGDEWFCPQCRNDSSKVVNPGQSVQTRNLRKPSTSSRDW
GRGMACVGREKICKIVPPNHFGAVPGVPVGTQWKFRLQASECGVHRPHVAGIHGRDAEGAFSIVLAGGYEDDVDEGEKFT
YTGSGGRDLSGNKRTASQSCDQRLTKTNKALALNCDAKIDEKGAKAKNWKDGKPVRVIRSYKLGKNCKYAPKEGIRYDGT
YKVVKYWPEKGKAGFLVWRYLLQRDDESPAPWTEEGKKLTKKLGLKIQYPDGYLEAQKNKASEKKTKDEEKKRGKKRKGS
DRKEGEDEEKKSGKKRKGSDRKEGEDETSEANEAKRPLHELTDQQMKLIKADKLNKKQWDGLLSISSGELLEQIQEQLTC
VCCQDIVYEPVTTECKHNICKECLKRSFMAGVYNCPVCRRALQALFPSYGVGV                           
>Aque_XP_003387379                                                              
MDEDEFEAKYVCPICCEVFKNPLFDGHRFCKECIKKSISQSAPACPVCRINVRKRDLIEDKVTEREISISTVICKPCGQA
FGLLYFNSHSVTCRKRTVPQSQFKHVNPASLPPNRSTFACPLCSKTNLDCLGLVKHCNERHKNDHSQVVCPICASMPWGS
RSQVSSNFMSHLNMRHNFEYDTYVDYEQDDEESLRAAIEASLIEK                                   
>Aque_XP_003391248                                                              
MATGGSSYGGYGYKFVDGEPRDELKCSICTLVLRDPHQVTCCSNRFCKSCLDQIKGKRCPLCRKPIKCFRDGGINREIIA
LKIHCTNSEKGCKWQGTINETGTSINTHLNSCPYQLVPCTNGCGEKIRRSSLKTHLTDNCAKRLAQCMFCLKKGPHQLIT
SSSHLDECPDLPVLCGCSEKMPQRLVASHKKTCPKAVIPCEYRTVGCNKVLRREDLEKHNEESIKEHLKVAVKRINNLQQ
EIDTLQLLLPTNQVIMLNKYTKKKERDDHWHSPGFYTSQGGYKMSLSVYPNGTGTGEGTHVSCFIYLMAGEYDDTLEWPF
QGRVTIELLNQLEDKNHKKCTALFESTTKGSQRVREGRSTGGGLGRIQFISQEQLEYNPATNCQYLKDDSLYFRVSVKAT
SKTKPWLVGASGIIQSKCLKNDNF                                                        
>Aque_XP_003390979                                                              
NRREKKILALVIVFLCGNIYFVYYVFSDYKLLNWLGKYYMLLENLSQFYRTLIPTPLWFGFCSNYYDTGAVFAIIVTAGY
LMIKGAVILASGRELFKAVCTFIRDKTYGIPLKKDELLESCESTCPICQDEFNAPIMLRCRHVFCENCVLQWFDRERTCP
LCRASIACDPKWRDGSTSAWPQLF                                                        
>Aque_XP_003390229                                                              
MTTELSSPDLLKLEEQLTCLICLEHFTNPKILPCHHSFCEHCLEGLSRVKKNGTYYISCPTCRRSIELPKGGAGAFPVAF
TLNNLKEFYSQMKEAADSITKEATCSDHGKPLEFFCDTCATVICSHCPLRSHKHHEYDLIAESYINHCQKLRKCIEGKKE
ALKKCIYVYAKIDIVPGPVVDVTYTPSSDGSSLNVSFSSTNQPYSNGMIMNYTVSLVLYTGRDSIQSSTVNTSLDNVVVT
FTALSKFVPYNVSIVAFNEIGRGQERTDIVFTAEGAPPKPTITDALRINGSTMFVKWILIPITESHGHISRYTIRYSPNS
RKRQQPGSISVPGNRDSVYINGLRAGSTYSVTVSANTGGGEGNSSDSSFVELPPTTTGPGETSGLPITIIGAAIGAVILV
AFIILIIIIVVCVARFKMLSKTADNAYPSTLDLEAVNEKAELREFASLQNGNVEHEEEEEETVAYPEVIPEEERMKPIPR
SAFSQHVKEMHREREKGFELEYHSLASPKVYPHFIAKLDCNGPKNRFANIYPFDDSRVVLSVLDGIEGSDYINASFIDRK
CEFYFPEKINETFEADGIHVKLNSITPYADFEEKKFIIEN                                        
>Aque_XP_003390228                                                              
MTTELSSPDLLKLEEQLTCLICLEHFTNPKILPCHHSFCEHCLEGLSRVKKNGTYYISCPTCRRSIELPKGGAGAFPVAF
TLNNLKELYSQMKEAADSITREATCSDHGKPLEFFCDTCATVICSHCPLRSANGQFQSPCGIAIDSQGLVYVADTFNHRI
QKFSSDRKFVGQFGTYGSGPGQLNKPLDIAIDTAATGLVYVSEWGNNRISVFTSDGVFVSRFGRGGSNIDQFYGLTFDKD
GFFKGSANGLFISPHDIAIDSQGLVYVADYGNYRIQRFTPKGKFVSQFGTYGSGPGQLKEPKVFTSDGVFVSSFGSKGNN
IDQFICPSGLTFDKDGFLHVCDFNNKRLVIY                                                 
>Aque_XP_003389961                                                              
MTLLAAACGQLKEENEQIAEENEKIKEETTNEVQEMMKQVETLKEENSHLKHHLHQTIPGDAYPLLPIHIRYGLEPGKKI
KIAQLEAPDHFYTGSCGQHMSAKIVIGRKSHGPFSTTDLHVLLAFHEGKFDRLQINSKLPKIFADYDGIATPLIKDTEAT
YVQLPSDILNRVTDFHIAVPHGHVEIECPVCLNILTDPHIVSCCGHNFCGSCIERVKASNGSCPMCKEKEYQSFIDKKCS
RIINGLEVYCSNKEKGCQWKRELKEMSTYLNKEKREGECQYEEVNCQYENCQEKKQRRYLKDHEDKECPQRPFQCQYCWS
KGTFLSITKDHYEECSQYPVTCPNKCVSTNMPQGSLTAHINECPLEPVDSNDSYPLLPIDVTVGSEAVHFYTGACGWHMS
ARIMRGDVKHITEKVIRRSGTSKMANTFETRTRRFANFFMLLAFHEIKFKPKLSKIFAKLKDKDIALLVDTEATYKLLPH
DILNGIEWSNDDTTVPEGVIKINTTTRSNQNTIRKKHFWRLDTKTLTLYKDSESSHYYKEIQLADIMAVDPMVNHALYPL
SPPHVFEIVTSSCTYYVGVDMAGAVPEDLNPPKQTEGALGPNILCNVSHMSLNQLEEIGVGLTVALSWEEGLHSALMPIT
PQASMGSLADIGVPGAAIVRPSSFRGRRGSSLKGSFRGTKGSFRNASRPPHHTSTGRGSFRGSFRAVKQSPPAIPVRAAM
KPKIETKMDVSQMYQIFPEEILGSGQFGTVFGGQNRTTGKSVAIKVIDKLRFPHKQDTALRQEVTILQFLDHPGIIYLEQ
MFETPEKIYIAMEKMNGDMLEMILSSPNSRLSERVTKFLVYQILAALQYLHKKDIVHCDLKPENVLLTSESGMPQVKLCD
FGFARIIGEKSFRKSIVGTPAYLAPEVLKNEGYNRSLDLWSVGVIIYVSLSGTFPFNEDEEISDQIHNAAFMYPPDPWAA
ITQEAIDLVSKLLQINRRSRFKTTQALNHIWLRDIRLYEDVCELEGRLDIRYLTHETEDAWWAQQGAKPHPLVLKKEKKF
SHHVYKNIQILDDPHRSNVPSIATTVAVAKPPPPPSSNPPPSSTLVNPGPPAPTNNRSSKDKDSTDLKAGRKEKEGVAIK
LSDIEAHAKRVGYTVSTV                                                              
>Aque_XP_003388691                                                              
MASKNDPKVDELEAGPEVAAAASSYELKCPICLEDYDNKAFVNVCFHAFCYVCIVQWSEVSNKCPMCKVSFKSLIYDVKT
ESNYKTHIISSSSRRQDSREVSINEARRFRYRTTVLPGERQPLESQRHRLQQSRKPATEERRRTVYQAGMRALPFTTEGK



KVRIRNISASFFKSNPAAVHRLLPWLSRDIKATLGEEHVEFMIQLILSIIDKINIDSDEFIEHLRPFFHHRTEHFVHEFI
SFAKSPLDMMAYDHKVSYGLPSSVHGAKRTGTSSDGGDVNERGESSQAGPSSTAPEGETAPASVEEGRDKGEGEGEGAQS
EDEMHKRILYELATSTWDESPIITRKPDTPPSNRAQDSDQDFIIISTSPSVSDIEGLVPRDEGVQDNRVTCSTGRDRGEK
QDEGESEGSRVCEKRRKSSKSSKTKSRKHKKSYLSDSGSCSEEREERRRRKRRSRSRERTNSPSLTPEYYYKDSKRTYDK
KRKHRSSTHHKQRKSDRSSRDESCDHRSHSRYHGYSSRDRSQSSHGQERKRYHKRHAKRGKRSHEKEKRSQKRLRDRSHD
KKKADMLSGDYSTSDDDCDVLSDGEIKRELEDINNDLLNMKKRLLKHCLHRERATLLKSALQKELGGIDTPLDTPTNEDE
GGSSSIDELEDELMRIERDIEMSRNEVAAVNERLEKD                                           
>Aque_XP_003388244                                                              
MSQDTLPEDPWGLLVSLDEDSEKRFPIIRPEFKIGRNKDCDIAILNNKHVSSCHCSIIKDEEGVIWCKDTSTNGTLVNGV
KINKEQVRLCDSQIIRIVFRKGSSNMNVSYKFVNLCPSDSTASLDATQEYLNTLETDKESSPINTKTKCSTPPPIEVNEE
KKAAVTDSGDPPKLELNKKDSIEETLLCQICQEILHDCVSLQPCTHTYCAGCYSDWMSYSNECPSCRLKVERITKNFIVN
NLVSAYLRSNPGKKRPEEDLKELDEKNKIDKDMMLPKAKRRKRLSWDEEESEDYSDDDDEDDDDISSSSGPDPLTIALGR
FESEFRDLESSVIALKSRSAMSVKSCFVPPTKCRQCPSYAGPSHAVSTRSSFTCSPSTNHVLCMCCMLPMPDRRSESDLS
IPPQKCDICSKSFCHMYWGCGCTAGGCLNQFKDVTYDESTLGRIINDNSYESKVLKDYLREKGLAFKDMINTCLDKLDNG
TYSAPDTRSARISSCSRTCFACALKNMKDLAFQYRSDISSEELPDSVTDRPNCHWGRQCRTQVHNTGHAKTYNHICPQTR
F                                                                               
>Aque_XP_003388154                                                              
MSIAAPSSPYQAVINSEGTSLRHRPQATSSRQTPLPSLVPSQKPCQYLKARGANILQKLLAMATCSSHSKSMVVKMKEEL
SRMLPLTDTSTPSDSSPSSTSLPLSLLSCSTCQGHMIKPVCLPCGHSHCLSCTQRMADTQKQTITCSRCQEAHPRVPMGF
ESSRQPTFILQTVLFKHCPAEMSLCCEERERGNQFAQSNNFETALVHYNRALQTGFADHRVYSNMSRAYLALGSTEEALL
NAEHCCILHPYWPKGHYRRGRAHSEMKKHKEATSAYLLSLYLGGGELQCVCQALDNLLSANKYSTADTQVLMESILSLTV
QSFKEYNRLASSRPPVSLPLGDNGVDIGEFDCVLCAGLLFQPVTVPCGHSFCRDCLARLFDHSPYCPVCRASLGEMFIQH
TQSSGQMCIDVTLESIIQHLFSTLYEEKKSVFVAERIRLSKIGITEDEPLPIFVCTMTFPAMTCPLHIFEPKYRLMMRRC
IETNSRRFGMCTPLDRECNTYVDYGTVLFISSLEYTPDGRSLVTTVGERRFRVIERSTRDGYAVARIQFLSDEVDPDQES
LDALQVEVYEHCNKWLQALPLFTRLMILQAMTTCPPNINDPPTSHDGPLWVWWFVNAMPVTVRSKLEFLQCTSLRERLRL
LKEILPLPS                                                                       
>Aque_XP_003387785                                                              
MAASTDKDDRGKGTPSMEERSFECNICFDTATNAVVSMCGHLFCWPCIHTWMEARPQDTPTCPVCKSVIDKEKLIPLYGR
GSDQKDPRESLPPRPAGQREEAPEDNNNTGYFGDGMFNGINVSFGVGGFPFGFGLGPAFTIQTGRMGGQHHNVNIGHRGN
RMHHGRRGGQEEEQRKTMARLLLTFAILFIIMIIFT                                            
>Aque_XP_003387479                                                              
MAAKPSSGLRLKLEERLTCPVCLGHYTNPKILPCHHSFCQHCLEGLPLDKKSEIYYFFCPTCRRRTKLPEKGVGAFPVAF
HLNDLKEMYSLTKKTADLQEAMCNDHGKPLELFCERCDTVICLHCSVRNHRGHECDLIADSYTKHCQKLKECLIPSERKL
TEQVKKVTDDKLKVLSEQIKSAEMSLSLLEDVEEYVNQSIKTSNYEQVLRSRKQMMEHMIEVTGGINVEELHPKERADFV
LTKDIKLLHHIGDIVPLQQCRVKKIGRITTAGKAVLFSLSMEAPDSSLLSVRTVPLSSLSLKVQVYDVHLEDISLVIPIN
PYFDNITPVRTITGLNRPWGVAVTDDDHVLITEYGGDCVTKLDREGMKVKLIRGKGRIGKEGSGPLQFNTPRGIAITPDN
FILVSDNHRIQKIRQVYVADTDNHRIQSPYDIAIDSQGLVYIADNANHSIQKFSAEGKFVSQFGTCGFGPGQLNSPYGIT
IDTAATGLVYVSEHGNNRISVFTSDGVFVNRFGRPGGSIGQFKGLYGLALDKNGFLIQKISPDGYRKASVGKKGDGPLQF
HTPFGIAISPVTEQVYIADPGNRRIQVLNPDLTFSHSFDGEGSDNGQFEYPCDIAIDSQGLVYVADYWNHLILKFSPDGK
FVSQFGTEGSGPGQLFSPYVFTSDGVFVSSFGSEGSNIGQFINPFGLAFDKNGFFYVCNFVLRTDDQLMSEDEVKEIKTG
LSAMKTGAVLDIFSKEDITGKEKAWLLLMLPVG                                               
>Aque_XP_003386588                                                              
MATKPSSGLLKLEEQLTCPVCLDHYTNPKTLPCLHSFCEHCLEGLPLDKKISEEGAGAFPVAFTINNLEEIYSSIKKVAD
PQQVTCENCTTANATGYCKDCSQFLCTECISTHKKWARFSNHQLTSLDEVTSCIYSNSLVPAKQEATLICSVPGHDEPLK
YYCDTCDESICRDCAILTHKDHKCSLVPVAKDDQPSHTTVTTTSTDPGVYRVQCNLSTTGTHSYIVKIQIYGVQLEDIIY
VDNTSVHIVTYPWVVAFEDWHDGILCHQFAQWKAGDDRVGAEAELIAMTAKNGIECPMCKLHFELAKRDCNNWRMSCIRC
PTEFCFGCKRMYFKSGYECDRQYCKTGASRPLPQHAHHPRDCLFYLRDYDVVSLKKLLDDNNVKYLSKPSEAQVAATKDK
RVQGEPIDKPDGEEWDIPKPPAHVIDGEEILLVCPVILLKETPSGFGDEPCRKHAPFGMAGLCEWHYKEYLVHKINEAKL
DPVEIYNLHIMKLIIKREGIEVPEEYDDEDEEHYKGRLVEFLDKFGIRLRGSSPGQLNRPHGIAIDTGATGLVYAVEWAN
NRISVFTNKGEFVNSFGSEGSSIDQFSAPYDLTFDKDGFLYVCDYNTSRIVVY                           
>Aque_XP_003386546                                                              
MAAEQNECPICLAQPTEPVETNCAHGYCAKCILTYWETTWHPDACQCPCCRREINLLMPVRTNVRDRETQEKINNYNRMM
LNRSIPLTSQVRDGPNILRHIFNEILSTSGLSFCSRLWIVFILLLTLAYLISPIDLLPELILGPIGFIDDIGSFIAAMMY
IVILYRQDMGRR                                                                    
>Aque_XP_003386536                                                              
MEEEQRETQADMQEEEREEEEEDVIEIQSEEEEEENIHRSHDVPVLPNLALEAIERLRENPPLDEDSLCDDFQPTRKKRK
QNQKKDMSMSDENEGQTCSICFEGWSNSGNHRIASLRCGHLFGYICIEKWLKGQGERCPQCNAKAKKGDIRIIYTKSISA
IDTTERDRALMELEEEKLARIAAQKSEGQALIQYQLAKAECERVKEELRACKQQLEQYRGRGIVSEPALTNTPEACQGIF
QPYKVIPISSTGGARVLGLQDSSMLVVSRPSSNSLFPGFGLTKISLLDDMRSREFVRIHDKCIRDVQFSPQGGNQLVLTT
GLDKTLQLTSLQSNIVVQKYSLPAPGWSCCWDTDESNYFMCGLANGSLYQYDLRRTDSYLSEIKSTTSSSSSVPITALTY
VPFSRSSSLSCSGILAGTLDGGLFWEKPSASESYKLHPFSYLSGNCTSISFEPVTRHCMASFRPSKRLPASRHIVCQLKN
TPLTEPISCQVVHSFNGGTTNRVLSRSLLFQRPGTVGQLLVAYGNESLNKTCLCDVGSAAAIQNLSTDREPCLDIVSITH



PNERDALLALLTEHKLHLYQWT                                                          
>Aque_XP_003386195                                                              
MSSSSSSLPENSIWDLSLYEVQRKPHDVVTDGSLLRISPRALHSELMCPICLDLMKNAQTTKECLHRFCQECIITALRSG
NKECPTCRKKLASKRSLRSDPNFDALIAKIYPNRDELLQQQDKPRLTFHQSLQYLSTRKVRLEFQLRPHPSDDSVASLDI
RNLATSPGATATGPFLSSGALPIIDYALDEINKNEDILTNYTLSYGEVMDSKCQWKRSVDVFMDQFLNKSKFTYLSLIGC
GCNIATQPVADISHYWSIPQIEFASSSSSLCHQTVCKSFFQSVGSFQFIASSLVSLAVEMEWRQFAVLTEDNVYFTVTNG
AVQRLIFINTYSPLAYQILCEGYKNKMLYPEYVWITYDNYHDDWWAVNTKCDPSEMKNMINGSLSIIPEDYYPLLNESYN
QTISGLSPALFHSAYANISQQGYTHQPVTSLSGSAYDTLWLLALGLNEAALRTASGDDTGCTSVSGSLVPLERFSYQNKK
MGCVLQESIAQVTFNGITGPFEFNEDRGRDTNSIITFQYRINYNGELVKVPVIRTSHDDITNSSNINFIQSVYRIWGRKC
HHIIIIIIVVVVVGIPYDGYPTERIVVLAPALRILFSVLTFFGIIFAGGCLFINTCCRKEKVTKLSNVKINVVLLFGCTV
LYSTGPLYTSSFSGFNETLQQSVLCNFRVWVFSIGYMLSFTVIMAKAWRVYYTFNNENKNVKDWMLYLIILILSIIDVFI
IFVEAVNPQTRINAKILYDGQIITENSTVVKEYYFECTRNKIIVATSLSYRSFLQLMCIFFVYHTRRVEVSALNEAKQTS
VIIYTNSIFMVLYGVIQFTLDHEINSVLIPVTLILQPTLFLAMIFIPLLLLIYIGDRYFAKSETEGHSNNISSNDEENTQ
MNKKETTAKLQARIKELENEVTEMSMTMRRVSVLNPINFDSITEEQSYVEIIYNN                         
>Aque_XP_003386137                                                              
MGYEVERFVGVVDEELFCPICGLVLDSPLQIKDCEHCFCGSCIEEWLKHQRVCPVDRTPVPPSCEGSSLTSALGPAPRIL
RNLLSRLRIKCENEVFGCQTVTHLEGLQLHLNQCEYNPRRPVECDRGCGSVVPMDELTQHNCIKELREKITNQSLVIKTL
SDQVSILQQELSDQRQEMTILKELVRSSSSVSSSQSNYPDEVEHAIQTSQWLSLLRPARIRHWGGIISTPDSILQSIIRQ
ALSSSGCPQYLLVELMANAHERRWPPGLSVLETRQLNRSRYEQYVTKQVPGKQAVVIMASENEHMGDNMIVSPGMVIIFA
HGVD                                                                            
>Aque_XP_003386136                                                              
MGYEVERFVGVVDEELFCPICGLVLDSPLQIKDCEHCFCGSCIEEWLKHQRVCPVDRTPVPPSCEGSSLTSALGPAPRIL
RNLLSRLRIKCENEVFGCQTVTHLEGLQLHLNQCEYNPRRPVECDRGCGSVVPMDELTQHNCIKELREKITNQSLVIKTL
SDQVSILQQELSDQRQEMTILKELVRSSASSSSNQSNYPDEVEHAIQTSQWLSLLRPARIRHWGGIISTPDSILQSIIRQ
ALSSSGCPQYLLVELMANAHERRWPPGLSVLETRQLNRSRYEQYVTKQVPGKQAVVIMASENEHMGDNMIVSPGMVIIFA
HGVD                                                                            
>Aque_XP_003385879                                                              
MTGKYYMLLENLSQFYRTLIPTPLWFGFCSNYYDTGAVFAIIVTAGYLMIKGAVILASGRELFKALCTFIRDKTYGIPLK
KDELLESCESTCPICQDEFNAPIMLRCRHVFCENCVLQWFDRERTCPLCRASIACDPKWRDGSTSAWPQLF         
>Aque_XP_003385871                                                              
MNQSRKRLRRDQVGEEKLSKSDVICPVCFDIFTSVQVTVCGHSFCHECIHKSIAQTQQCPICGTKLSRDSGFAPNFSLND
IVAKIRSQETHHDASLSYDAYYGNVLQMVKNLKPNHLIALNEQISSQIDLNKKEENKVEDSVFNEFLIESKKAKEMELER
VTTELSTLSEDIQVLSRTKDTAPLSEEGKRCVIQRKQQMYSNIDDLQQAYFKFTVNSHLSSSGLNTDSLVPSSSSSVSSG
SSSSFVPPETSLDSVPSISGPSSTDSTVMRSEGSTAFRETLSAVTQYSSFKELATLTYADGPIGSSSIVSSIEFDKDGDF
FAVGGVTKKVKIFDYNTVTEARMFPTIHYPVREIPCHAKISSVAYSPYIKPQLATSDYDGTLSIWDCHQMKCTRNYQEHE
KRVWSVSYNQYDTSLLATGGDDCCLKLWHLEVGQSVQCVPTLANVCSVRFQPKNKYTLAYGSADHIIRIADIRKLNEPLM
LLHGHKKAVSYVQFLNEKELVSASTDSELKLWSIDTGCCLRTFKGHVNDKNFVGLSVNNGYITCGSENNSFYVYQKFVSK
PILNYKFQISRNILPSVNEQRSDEGSEFVSAVCSRKDSSSIVAANSQGFIKVLKMQ                        
>Aque_XP_003385211                                                              
MSSRWERTQETQTSQQLQLSTGCMSPSGGKHVSKQRAKARVWDDRGHPPLSSFSVNNGPLHKGSRQKNKHTNRTGGSGGG
GDSRPSNQRRPQLSRDYGDDVTGLEKEISLGGDRKKSSPISLNHLLNFTLTPRERGVAGGGDYSVDTHGRGRHRRPSHYN
KEQFLQANCQFIVREDTVDYSLYTYDPDLLVEWDTIEQVRLFCSDIPSCPICLHPPTAAKMTRCGHVYCFPCILHYLSLS
EKKWKKCPICYESIYKKDLKSVSTLSNKVYKDGDNITMKLMMRHQDSIVALPRAVWTEERAGQLSSISSSGDACAFSKIL
SANEDDIRSLIINAEKSVLTQQLKQLTPDEESERCFIEMALEDLSTRESALTGKTQLEESHTSTTDSESAIPISKPTTPP
DTSSLEGASESKEGSPPGSNTSPAGAVSANLSEDDEEESSYSISRYNTSDFIYFYQCELTADGQQLYLHSINTKCILKEY
GGWQFCPDVITARIVEAENCTMNEVERGHYRYLSHLPLSTQFSLCELELREPLVSLATLQVFADKIQKRKTRRQRKKREE
KRREKKIERENVHLSVDLPSNPVDISPETFHHFLSMASSPPLPSLMKPHPQPLSSSSIPSPSLSVPSSSPSFAQALAWGD
RRSKLVQNLSSPTFLTQNESGKTSGGQQIGEDDDTSDCVPSFQNSFSDALLNASQSVRAATRDPGGKPGGSKTAKKACKK
LVLFSTGGQRRL                                                                    
>Aque_XP_003384431                                                              
MMKTAHVIPGIQLLSLSLGLFQLPPLLSNKMWIQVRSMDGRKCVRLDDLSKLTKIEALRERLVDHFDAEAERQRLFYRGK
QLVDGQSLFDYDVGLNDIIQIYISPPQTKTETTPTDQPTNGADSPNDDAMETDSGVCGSGSDPEENCIDDDTTLYKVGEK
IDAKDLRMGAWFEGVVVKITRTNRTSSSSEDASDDIQYHVKYDDYEDDYPVILSANNIRPRARSRMQWDQLSVGQIVMVN
YNPDHPTQRGYWYDAEITRKVCDTKKLYVKLCLGVESDVQQECRIKFIDEIFSIERKESPNELTGEGEARMKKPDCDYCK
DNPSRKCHHCACSVCGGKNDPEKQLLCDECDNAFHLSCLDPPLDEIPESDEWYCSECKTDTSEVIGAGEKMRLTKKKANM
ISKKGNTTRDWGKGMACVGRTKVCTIVPSNHFGPIPGIPVGTLWKFRVQVSESGVHRPHIAGIHGRESEGSYSIVLSGGY
DDDKDDGDEFVYSGSGGRDLSGNKRTAKQSMDQKLTAMNRALAKNCNAPINDKTGAEAKDWKKGKPVRVVRNHKGRKTSQ
YCPKEGNRYDGIYKIVKYWPQRNDENFLVWKYLLRRDDPSPAPWTSEGKKNAKKLGLTLQYPEGYLESRASGSGSQEQSS
EDERSTPSKRGRKRKSDGKGSSSPAEKLKQPRYDLNQTQKKLIKRDTANSKLWKEIVDSTGSAGLLEKIQDSFTCIVCQE
LVYKPVTTPCGHNICKTCLQRSFKAQVFTCPSCRHQLGGQYELETNDDLQSVLLEIFPGYDGGR                
>Aque_XP_003383841                                                              
MASKGAKDKPTKFLEEPPALICPICRRVFTAPVISVQCGHTFCRPCIDPKEGSNSCPLDGIACESSSLVVNKAVIGQIDD



LSIYCCYGIVSRDGGLSYERDPAGCPEVLKLGSREEHERSCTYAHVRCPLGGEECGIIRTRELDEHVLSCPNIPCPYTDF
GCAFKGNKDEIVSHKAKCVYHDESQLLALTMKELKVVKVQNKELEDSLTKAIKSVNRLNEEKKDLYSRIEQQSRTITTVT
SRMDKLEAEMESFKSVKLRQYRTGSMSGASNSIAGAPGQYSTQSHSPAPLTTATHHPFQSNTGDGNVTPVYPRRTMVDPR
RWSSDSYSSVTSLTVLPEAERGPFVWRMPFTLKCIGTFRGHKGTIWSLVTSGDCLFSGSSDGTIKVWDIADLRRGCLKTV
QGHKEATMFLAVGRGILYSTGTDLSLKSWQLGALTEMEKVENAHEGIVSAMLCTKDYVITSSFASIKFWDPITLNEIHSI
GSKEGLSHWIRAMAHDKRKDFLYTGSHNKLHVWKVGGNFSLVNEMGLNYGAIYSLAVTKKYLIVGTHNQNIQVYSNTSLN
HVATLTGHIGSVTVLKVTESQAGVYMFSGSSDYSVQVWDLENMLPIQALKRHEKAVQSMAVWYDAVFTGSEDEEIKVFKY
FKL                                                                             
>Aque_XP_003383545                                                              
MPGYKATFLQELQRRHQCRICSLALRVPMQTECGHLFCKECVEPIFRESQPLCPVDQEPISREDTFPDNACKREILGLLV
YCDHRDLGCDWTGELKKLEAHLLDCRYREIQCTQCGQLVPCAKLENHERNECPMRPSVCEHCLSKVPVEQLEAHIQRVCP
KYLRSCPNSCNEKKYLLSELQQHLDMKTGDCPLEIVECPYFPLGCPFKHPRKEIEHHMKTKKVFHTRLHVDTTVACKREA
TETKKRAEELIGRMSIIETKSVALDRKLKSLESDIERAKGSSETDRLILKVNALEEKVARLQYSDKTNFFSHSHHGGGHS
VPSSHLLQQVDQLYSKVSELDTTVTQCISNSMETDMRLQFVERASYNGTMLWRIDNFSQHKQEAIDGTTLSLYSVPFYTS
KQGYKMCARVYLNGDGLGKGTHLSLFFVVMRGPYDALLPWPFEQKVTLVLLNQTPGKRNIVDQFRPDPQSSSFQRPVKRE
MNIASGCPRFCRLEQLKDGYIKDDCIFLGIIVDTSNLKLPVSTAF                                   
>Aque_XP_003383146                                                              
MDEDQEETPAGDSFDKTDAIRETLRSIRQTLQCPICLEQLKNPCLTQCLHQFCRECIQTVISTTTAANKPKCPLCKEQIC
KRGLTDSSRMEEVISAMKDLEAALLIDTGLTSTPPPPVSHSSLQAGNRGGGTPGILIHSVLHPTPQKPTR          
>Aque_XP_003383131                                                              
MADSENSKKGQYGDSKSLEEKEKKRKSESLDKEGDRVVQVEKDLSKLKIKEDIVPFDMKCPICQDKSRHPLTLPCGHTFC
YLCIKGVYARQKVCALCRQAIPQHCIVSPPGTGEREEEEGRKTCWYYEAKSGGWWEYEERVRQELEIHYQSLQINNEDNQ
DDGQFVIYVSGFPYVVDFAKMIQYRQDKPNRSRRIKREKGVAEEGEELVRGVAGIPIAPSIRQDDN              
>Aque_XP_003382988                                                              
MAEIEEEDFMYDYEESDDEEDEDEEGDFVSDGLLREDSVPSGSKLKAEWQTLSPDQLSKKMFEIVDDVNAVFQLPTPHVR
ILLTACKWDKEKLMERYYAGDQEALFREAHLIHPKKRNPNPVIVVRAQSTSTCGAAASSKQEYICDICMMSYSTDHMMGL
ECGHLFCRPCWNNYLTVMVMSQGRAQTLSCPATSCDIVVDEATVLELLTDGEVRKKYQYLITNSFVQDHPLLKWCPSPGC
CNALLASNNVEHEPVSCSCGHSFCFKCSRDPHEPILCTYLSKWLKKCDDDSETSNWIHVNTKECPKCSATIEKNGGCNHM
ICCNNSCKAEFCWVCLGPWEPHGTSWYNCNRYNESDAKSARDAQMGSRAALERYLFYCNRYMNHLRSSKMEAKLYEMVHE
KMKELQQLGMSWVEIQFMKKAVDVLCLCRQTLMYTYVFAYYLKKNNHMLIFEDNQSDLEIATELLSEYLEREITSVSLDQ
LKIQVQDKSKYCEARRKVLLEHVYEGYDQDFWDFTEL                                           
>Aque_XP_003382883                                                              
MSCIRYKFKTALEYDKVTFDGLQISVSDLREKIMSLKKMNLSDNLTLDIMDAQTKKIYSDDNAMIPRNSTIVVMRVPKPQ
KQTKPTSSQMKNHSFPQDKSLLSADELKQTPDLAGANASEEDKVRAMMSQAGEDYNPTTYAKFKSRPAAANMKAPPPNYV
CHRCNQKGHLIKYCPTNGDPNYDNPRLKRSSGIPNSHVSIVSSSDVPGAMLDRFGNVVVRKIDLAAAASERKAPAPVPEI
KEEAVPPELTCSICKELVQDAVIINCCFESFCDPCIRNYLLENDFTCFACKESDVSPETLLPNKSLRAAAKKFQSRQAAK
KGIALARGLPSSSVTTTSVSSAPAPTSVVISSNDSAPLVVPSSALPLAPSLPLSAILSDDSALVTSTGLTINLPLSSDDS
TSVSTVQTSTASQSTTVSSSSQEESSNGSNIDSSQKLSLSQSSNSSTVEQDNNPKTVSAATNGGEAAAATATGGGRDEED
RTPPAVSTSRDRTPSPSAGLLGSAPSTLSSQPLLTTADSLTLHRFPPAHTQPPVLIPTFSVVPAAGPVLPPVVAVNPFLA
ASRPNTDPSSMMRLTELLAAADKRNASPPPLSAEEFYLQQKMFQNIAGGNRSRTPSYSSRSQTPYSSHSYSSRSPSPVYG
RSRSPYSRTSGSGSKSHKRHHHRHRSSEGKGKRKRKEEDEGLLEKPSKTHKHKHHHKKKKRKHSHSSPLPPPKENVGVAE
GVAKDGILDTPVPSIVVNGDGSEVLESQESIKSSKSPQAVPTDGSDMKTAGLLVSKETDHASSPSVSGGVEGTEDPVIKL
KKKKRHKEKRGDVDDLRSTLSTSSSAKTHRHHHKRHKHHSGELVSTSSKHHVTTSTTTVSSKSLSCSCCTGAGACCCHGN
SSGSPPRDDIKLEMFCPLSKSIKPPPEELSLVVLIPKYISPILLKY                                  
>Aque_XP_003382877                                                              
MSSKEERVLQSEYDESQYYPRVADESETDSGGTLESLDEETPIPINQETLSSPPPPPPPSKELTDKEAPSKETANDKEDI
KGIVASDTQTKDVMSCGVCFQLLLDPVTLNCGHSFCLVCLAQLWNVSRNSSLLCPMCRQPWAEPGGRLPSVNVMLREVLE
QTFPEKIKERRGALSPEEFNLIVQYNQGSAQRPGMGSGRERRQVFFAVSISLWLVGGVGDHYMRKPVLHWTNDDVMEWFE
GLGDTVIKDSREIFESEKFDGRHLLRLTDNSLKEYGLSSETSRNSLLLSIEQLKEKQRALPRNFHEFMEANKEDTVLILL
TYKVFPRLTFGYLYLFRYYTIFLPVVQVQLLDREKEDTPLLTSDEENIKEIEDESKRPELIQMMDQRKTETEKEEVEDGK
SYDGDSRDISSTQLIAIFLEILLVPHLVVAMYTLTGLQSEPFLSLIILFHCIVATLREVKNLRNKLRTRPAHGQTSIWSW
IKTGLFNCLFYIILLMIGQTICFLFPYPLLTFTFYVLIFQTLYSLLHRRFFLPIFQSVGRFGAHGFVQFLNNNR      
>Aque_XP_003382743                                                              
MATKRPAGDDVPLPQAKKPLIGLPPLHVPAATSQEDLDIKVLQIQNRKLAERLKERNHHQDLLQQRVDRLEEDKQSAVEV
IVAVEQHFRVLVQELQAQLGLNTETLTSSLTNLSNQSANAAINSLDQFFSSLSSTVSSRGSQLFAQLEDLKESLAKSDQL
EPSTIAELENILSERRKSLDALEEIKERLDLNEVHKVKGRVEVLEAMCERLENDLADARFDLEKALTKNERLQRQLTEAL
ESSRSTRSPSEQASSETGAKETEGTAHVVSPTAPGGPPASGGGGGGGGSTNEKSPPVSNEELDTLRSELDDVQKVSESRL
AEIQQLNQQIVNLKQQLEKSKIAAQQVSDSSVRESSVFKSLQSQYSILMLEHQQARNLYEEARKLLNTAKTQHIMQLEEI
RQEELNYQSEVRDEMSRIETSLATVQHDYELLKIEHEQTIAANDQAAPIAKELQEMVGSLQKNIQQLKGEINRYKTRAYK
AEEKLGKLLESEKEAKEGPAVSASSISPPPSHSQSNPAPSTNQRSNSTEEPVETPITGESLNEQRITELEESIKTLKSEK
KELEDKLDTYGAADKDKTDLVTAEKKARQYADELKKKFEESRKEYEKKKEHMKEDQRQLQKELSNKKQEAHALMGEMESI
AQAFEEIQEQNIRLLQQLKEKDDANLKLMSERIKAKSIQKLLNEEKKLLEAEISAIISERDRLNTLVQKLEDREKNSEAA



ILSAEKEISLKQQSIEVFKKKALDSAQQQQEHSLKIVELENILTTTQQSLQSKTEECETEIQNARRAQEEIVNMKRKLEK
YRHREWASSSDEVLLEENRIYRTKLNCPVCASRKKDTVLTKCFHVFCSECIKTRYETRQRKCPKCNAAFGANDFHKIYIS
>Mbre_XP_001750277                                                              
MDDYQAIPTALRCPFCLNLFRNACTARVCGHSFCRECIERRAAFAQNEQRLYAICPVHREPIWLDELVPNIALQQQAEEH
LLDCPHPGCSKQIAARHYRSHRERCPYRPVVCPNNEVEGTCPVMTLSTITKHLESCPHAVCRYALMGCNFRGTLSGRLLH
EKTCPFFDGEPETAIQQGIYRMSDLIQKLKHQSEELQERLRTIEQAQAVSLDQQERARHELAEFTMPFTFQCSGSFKGHA
GAVWALSSHRSLLFSASSDQTIKAWDLQRMACVATLTGHQGIIHAMACNKSYLFSGDSAGLVLVWDIDQLKLIETLNVAQ
SIISCLLATQRRLIVGSQNLIKASRAED                                                    
>Mbre_XP_001749483                                                              
MGFGRQLRARSESSGLEHLNYHGCKALILKKEALAATKMLEEEVARINDVFIAEESRCQDRFSELERHRIKTGTYPIGAL
PALTQSVVTLMNYGRWNYVAVMRLFRLAETCHCYIRGTAHHVLNDAYFYRSLGPARILCRLPRRTVDTRNLSDPAVLDLA
PDEDDQHLPASPGESETAGDAINQTEELGPLSALDDDCPICLSDRMLDPCMCSCGHVFCYECITQTERQCPICRKHHFQT
FAMLGSGDIISAERQRQDETWLHAAWGYGRDTLWYLLLTVVLMPFLLFVFGVGFVWSVGRSAICVVLGVKHEFPAPFRYA
RFPFLAPQYVNTAPPPWTTPALWQA                                                       
>Mbre_XP_001749063                                                              
MDQEPPKGSAAGGGAQGDPRLRTAPAANVESGQTSPNDADLSQSVWETASVSSSCESDANDSDNEGDNKSHGSTQRPCTA
ATAEEPTPSLPAASAPSVQVEATAASAPSVQVTAASTPAPIAASDPLVSTTATSSDTNEPRRPDEIRHGDGSDSSNTADL
SNVASPQQRTVVDVDAHVSHRPATHSNNPADSGQTQQPGATAAAPPSFEASTTQSPQPKELDIFLASLHTRNGHKVFHRD
SDRPTFVSEVQTQVIQYKGQGFELKDGDEILSINGSVVNLDNVKKLIEDHKKSSKQGDVHLRVRRGGPTPDRAAQRATNS
FPTAMTSTSLEHCEMAVYLAVEQQLDADRCFVLTGDARDLGAKDVEHGILFQPTAVSGVLCACVTMELASSFLTSWQKLN
LEIHLCKPKSTAGQIFSSFKRFFSSKKSADSEPSHAELLENLTTDRVVTRQAVRPLSDRHVSVFVSSHSSVSFQNKIAFL
KLQQRSLEEWHIDAKPAPTTALREQAEFVDAFAYAFYNTRERCECMLALVRQAEDNLPQRVALLPLFHAFLAAGKIYLDG
VDKYFLQRAYREAPPFVQRIASQLEPAVADRMEKVLSELVKGSLRRVDPVFQFLLRASLGVPEVNSVGRKPPASVPIVTD
EDARVLITACRDDQVLLQDHAATLVSEILRCPSVSSTTLILLYETLEEQMAWHAAGTKSRDRLLAAFQTGLTKLTPPNIR
ALLSRPIEPGLSSLVQQFLSDQFAQQQVVWWREHPQDTQSLLEHTLRCNSAFQLDSTVTADSWDTWRCHLAVLRHVRPSE
LGAVSSARHLDLLLSSGFRNQSPPEYAVILQRYAAEPGPITETDVGDQLVERLVQMFSLPVLLHHTIHDKCFTIDAPPSM
LVLHAKVLQQGAQRQSAQLEPDAQLLQGLLGLALPDLQALSLQLYASALRVEAAMQGPPEHDALGLLLANLAYQRSFWNQ
IMAALHASDAEAPKNHLAAAIRSEPRVAAVVHAWNDTVRAVHNGSATLAFARQLCESCSDQQLQQLYRWADTDCAVLDPT
LDLRQAVTAYQEKMEVVRSALDYLLQSARIAEAEATARHVEALQVQLSQFEADAESLPRADWLLPEDLRAFLAYRAAPLD
SQVLQHVVCRELRARSLNVSNGLLINNSDEDEDAFVLEDHGDTDDEDAFSLGDGDGDGDEDGALINDGQDEDAIEGAEAA
GALSNVGALIHSVVLERERAQRSLADPLDVSYAGLLEPVQQTLDEDLRAILQPEANLVTIAWVFQCLARAPIEQRRKETE
MWFSRLDLGRYRGQPVELVQLLWRAVEIQDRSRLLSRLAELLQPFGIRASGQLLDISANVLELLSNLDTELQVLSDCFAL
LDAQTNRLSVNIWAVVRELAHGGELFDLLRISLDEDVRGLIMGAESVSADQYAASEAAVNDFVTLHHIIAPTLRSQGTNV
QGWLAHLVQQFDQLNDRQQQQAGVPGGRDLAVLVHSCCTSARSLRNLWENVTDRSGSAKLRIQHLMQNQPKLSVRWNSTT
HSHAITVETVSDNAPAGDAQQLNWDRLQDLRARSQLYGSAEADLARAMTEFRAACAEADRLKAIAKEYATCGYMGAYLDE
AFTTDFQQEPLKALSTELECELEGWTAIIDQRCTESPELARFPGPQLVYVYDCFQSVRETNSLDNLWPLVAYLSYDVLPN
EDDVLRIAQNWAQSSPNKNTQRSGLLLDNLCEALRALLQLTEATLGPNPEPQRYQPPGALELPTHDGTRPQVLACQNDLS
CLCALHLPFALAGARPSSAHVLICDSSTTALQIHRFLQLGWGTAAAGDSTPFVVYRPDYLHDEVQTALVKLQTQRRGYFY
IIALRGPGGQAVDHVSMSIPAVQHQLPDGSRENLAALVRACFPARCVSSTVVMSQAPRQGKSRWIEQQVPEEQSFALLSI
QDDPDLLAVQAALEQIVTRHPCHPDQPPLVVHVDIGPLVAERAVAVQKLLLHLLLLQATPSWCKLVSLRPGTRFYIELAN
TVGNHLEQCMPLLRALQWELIESTVNDLRVPSDPNTPVQIVCRYLYQLDANNVEAPLTDEHTSEALEEEVCRQLLQRHFL
EHQPAAGYAELDVFISILHQQLVRFDKSIFLKPDVLRDMSVPRGFRTRLLRHLLETVRTFAARSTLAARERQQHHEGNLV
DAMLASFSEFVRWDDATHILVLMQVDGCISILYKDPSDLDAEIRQLLQSQLEPPKSLASSSPEQMIERLRALTSHNDAHR
PPVGNYSLTADNMLKMAMIVLRADALQPIILMGQAGIGKTSLLQELCRIAGHIFRQLPHHAGTTRQDIVAFTHQVIETAR
GVPDQQVWAFYDEVNTCEYLGLLTDILVRRKLYTDPLPENLIVMGACNPYERRAPPVRRAGLAVENKRQGRVVQTFDERS
QLRYRVHPLPEAMLTYVWDFGALAEADEANYIERMLMQHVQLRAPGQLASLAHGLSRLHTFLRQDGRSEEFVVSLRDVRR
FLVFYKFFQDYIARRDSLDPPSSHADSYWYHFSRNVSASNRLHALHGQREALSVVLSIQLAYIVRMPVTEERQMARETFL
RCVQGSLLPSNFDIKSWRQVVNAEERNLYGRMDTSAYPNLAMNRALLQNVFSLTVCVLTRTPIILIGAPGNSKTVATTIV
NCSLRNLDSRDPLLQTYAGVQLFPYQGSEDSTSEGIEKVFRQARDYAAKPRYQQTFPVVLMDEIGLAEHSRFNPLKILHK
LLEPSAEQLEPLAVIGVSNWGLDTAKMNRAVVLQRPPPTLKELENTAQTILATFLEEQDCKEIQDLVTKVVHAYNELVLQ
PSNDSFYGLRDFYALCKAIGKGAKLLREARQPLQKGLGRIVISAAARNFGGRSTDLTSVCELFWTHIAPRTRGSRALLVP
TALELLENNLKDYQARHMLLGTDGYAAMVALDQLLPPVEQVPRLELVGSAFPDDRLQQEYVYGKLNQIIHFMEAGGVLIL
RHLEFLYGALYDCLNQAYVTIQGKRNCRIAFGQHSNPLCPVHAEFKCVVIMDQNKVQTYDPPFLNRFEKQLIDFPGLLAT
GQHRQWWDHIQADMKMLARAAGLSESDAFVAVNNTLLAHAVLPALSMPGDHGQGCAQVPYGLVQHCVARALSGILSVEAY
LGLNASPEASTMPLARLILQEVLQRPVESLQSWLPHAGPISVLLTYDSPFAQLPLTARHVVHDIRTFQSERELQTRLDDF
VRGDSELCCLRLHVAQLSTLDIIVQLAQQRRQQLNTAEKQLVLIVFVPRSNSASAASCHLPANVPMQFVDALDMPKLNRV
TLRQIRFEELVHTFVPDVQSWLQQPAGMWHCLARTANGPVATIQELTTRLLLALRERDDVRQLWLFVTKIGATYLASMGP
EDWVQLVARDVDCRQEGLPFCKTVEEACVRALQAASARIVHEMLAQGTLQALIEPADCYEQIDPSGRYDIRMRHRALNLA
VERDARVACERMQGIPRPLGLHELPPVRLLPGLSSMQAWLPGVAMACSALSHEVDNLSDSAMDTSSDEGSAAGPASQALA
YLDDLISFEENPDIMVALLLDAARLLGWAQKDVELRICAIFARSLPQQFQYSPSVALRRWMQMERDVRSLLVLVQALRSV
IGEVEAHQFLMTGIYGDDIVPQVTTTLRHAWRERILGARDRRTIEELSEALRVVPFNLSPSTPIGEMPWQLLLEESRDVA
RLRLMYAMLGHMLEGGLPVKDIQTTVRIADDSAMAPGDDLFAHLRVLFDQCLRDGRVRELRAVAEAMAVFSDFVLQASLF



TPSADESVLEIVVRHVAECLDALPEQVSCDICMDSVPDMRLPCGHQMCEECVDEWFNQSGHNNCPFCRRTTTHDQLHRVE
TQAEATHEHLVNAQDPVWPAIARILQRVVDFCHANGDDLATQCVGIIESPGTLHSSLLCNATRGLRDRSLGHPAAILLIE
AVQTHLNGLDGLYAFAERALHVVSTDRHIPTVNARNMICVAVLRALIHQAVDATLLANWDLDRLSDSARWIWDCFANAPQ
VAQVLIFKHLRLKAEFGLLREHADRWRETLPWIAQLPWPEQQGAQDDQCNVFGPLSSDVARAAWAEQQFAASGAVGTANR
SNATANQPTSGADAPPSLRESAMQAEVARELTTRQNDVTAGAFRSLLDAPPAQLGPMPRQFAAAANVDWTTRLQRAWTTT
MPPNTQTDVPGSGHAGRYLHRLLLHFSIVFPETMAQDNYLAAMIYGAEVCNRSFLPGQADDDVSAILGSVAAVTRVYNCP
CGFVYAVGNCGQLNQVSTCPNCRSQIGGQSNNTPRQTTNTTPGYHPPVLQAANQTPAPIRSVQPATLIILDILCSVSLLL
ATEVNAAVVAEIIELRTDAGGLLCTRFSVRMRQLTTLWGLTLEETSHVLHRLVQDLPRDLQGHGIPTTTAARDALETHLQ
TSWTQQLADPRTAHQAWVDVCTAADASRQEVSHFALWLQERHEPDSELEEAFRLAPAVTWPALEGRLRSDARVASALPLL
PAVVQVQPMLFNAAQLWPLWSACVQMMHAADSQLLQTDQVQAMRLTDVINRGLVENSAIEGFITAWNTLRSSAPHDLLGA
DEDSPHGRFECRELMPLPALSLSSPATRLLPTEDADGDQLRALLAALIAQHNNCLQQLLSAAGQRHHVLLAQEPRRAFAP
QVPLSDCDASCLISLDNAATLDGIWLPYAMRAPGFGNGLTLIADWRALDAIFYHKFVRNKFLIEFEAAPLFKYNQPGVAF
LRALGVFAVSHNQVPLAEDAEQPLMMSELRQALTPAQHLLEYLVSHSGDLTGLSADATLARALERLGDQGAMQTARASCI
MPRLLRDVEGLVNVLCRLELEVRPGRLRLRNFPDALEPDLARRVQTARSRHTSELWLRLPDALRRVIVYVWPMYDLGEQA
FQAELGLFLDEEAMFFPRLQGVDPSDILPAELQLKHAYALLRWLQSRDVRSC                            
>Mbre_XP_001748827                                                              
MACVGPPGKIEVGMKLKYVQGRLWSALEQSDIGRLKELHDANPSVFQLELGHYTAIKAAAYLSNLDTVSYLLDAGVHPVS
RPRSLQSDLGLVVWTNKCTPALHYACKHNKPDLAALLLKHGADPTLQWRGTSPLELTTSPAISFILQSALDKKAMANTTV
APTAHSAKADTAAPPAKTAKVTPESAGNSSAPVSDAQAAKPTPQAAESSAAAVVTQPEVPEAQKSRVQEPASEVTASQSA
STVPPPATQKPTTNTEDEVTMAARRVMTSLRSMRTRADAVIRQVSNEELQVLKEKEKLPWGQLSKEEKVALYRAAYGQTR
KEMQVGQSDLPKPQAATMSTMQSVTPTVILQHTFHTEKAKRLAKNSSIITAFAWQRPLPTVAGHLPSVRRMMAHKRLQHD
YAAFPDPKRALMRSAAAVAGTANAAAGTGALLGTSPVGTPQRRGSGSRESAGNSPAAVGQGGGLSAYVLTVDDIGSEIDV
DVASLRVQNHQLGLSLLQAKQAQDELASKLRTGQKQQEDARHAVNIALRCLDQLTLGCQAALGQAAGQLPSAGLQTLLND
DLQGLESAFKTRVSEATALVESLAGGGRSYTPEAFTDSFQKALEAARHNEQVDVLQRQVLQLNQDLAAQSFLAEKHVNKN
LRLKDQMAALQQQITQLNGQIKAAQAAKDAHSASGQQAANGEVGELTERLQEAEALAASRLKEAEHLRNELQKAQMELRT
SSGSASTVADSGAITLLRQERDQLRTNLDEMTRQFEAARSRSVSQAEELDNMIAQLRTEVSELVKPLEEELKQAKHEADR
LRSERNKLHIELKKLDEDTAWTQLKSLSTALESRHKGLRDLARQLHTELRSARAQVASSASSDGVVQTLREKETALTTLL
EEVESTGEAFDAVQAKYLERALQQLKEKEDSERQRMQEVLQASQRNKTLKEQLEPKQKLIEASNERLSKLEVELTRVSEA
ERQARHLWHTSSASERQLQQQVDRVSADLKMSQDELESVRKAQSQLQQNLKDSVQQAQEAEHQCTRLKEELGSYKRRYER
SMSAGGGADAVLEDEIRDLQAKLKCTACNNNEKDTVLTKCFHVFCQACVEQRIQTRQRKCPQCGEKFGAGDHRRLYLQ  
>Mbre_XP_001748213                                                              
MSATDSINQPTTPSASTSATKPGTMSAAGPAPKTNSEAAASVAPSKTESSAAATGSAAPASAASAAAPASASAPAPGPAP
AAPPSKATTGDSTPQATAARSANAATTTAAATTANTTTATTNTSATSAESAPAAKDAKAPPAGLARRTSSRRAHQLRVKM
VDVNQYIVCQICMGYIVNATTISECLHSFCRSCIVKHFRKSKICPVCNQQAHETAPLDTLRQDRTLQSIINKLLPDVAEA
EREARRAFYGIEDEPDAKPGSTTTATTNGEPTPKRQKMDDLIDFVMQKADWSDQDAEDLGDVVSKLTELPKPFIRTSAAV
TILHLKKFLAKKLALEEPDDVEILCNGEVLGREYSLEYVARTRWRDTAQLLTLQFRPRSVY                   
>Mbre_XP_001747884                                                              
MELRSTMNSHADLDGRSIHSNNSNHSHAHSLRSGGASSLGPPAPAGISPAGRANHRKTRSDISTLSHISGTSGASQQTIP
EGSEELVAFTVQIPSHLICRICQRVFTMPVIARCGHTFCQDCILNAPAGQTCPQDKQPLVRSPVYANRAVQEQINDLKTR
CPYGVRPSSKPGRDFEVDPTGCPAIVKYSEREAHKKSCGYMFVRFVAHKLKWTHIYSHAGLRLSKLFCSRKDLDFFRGVL
ANMSSRFDTLEQQVLTRLADLEDTVQQISREVADASINHETVHNDLAVVQSQIRSISNHVGLSGMLQQFKCQGTFVGHSG
HVWALVATNDRLISASADETIRVWDIGSSFACTRTINAHRSIIHCLLLVNNQLYSGSSDRLIKVWSLETFEEIDTLIGHD
NVVCALAASRTMLFSGSHQCVNVWSLDSHQLLGQIGDLSHWTRALVASHDLLFVGNSSMIKVWTIGSLKFAEEDPEPSPI
RTLVLQNPMGTKEPRAIYSMCLTPQHLIGGTSDGMLHIWDRDTLAYKQALSGHTAIVYSIDFMPGEPHGKLFSASLDRTV
RVWSMETFAVLQILHRHDDFVACVRVHHNRVLTASGDSSIKVRGEVFVFSITLSKQPYSLSPAQRGMLVASLPLDLRIAT
SFQIAQLWE                                                                       
>Mbre_XP_001747224                                                              
MRYVRYLLQLLCETSVAVQADTHTDVLEFVCFSGAGADLAARKGALGSIGTPAPWLPEDEEPKLKFVTLTRAHDPTALVP
SRKGPADLDSVHKILQNCVATCMAVTEKFLVLGTDLGTLHVLDSDNGVEINRFEQHSERITSISIDIEGEFVASAADDGK
VVIRNLYDDHQVSTFAFDRPVKSVAIDPEYKRHKKNVFVTGGLAGQLVYHEEKTLRLFGRSTTEKVLHMGEGPIRAIKWR
SRFIAWSNDVGVKVYDTENNCRISYVDRPANSPRPDMYRCNLSFKDDYTLIIGWADYVTIGKIMPTNKPITAASVLPVAQ
RQPDKPAYYMQLLTRIQTDYWIAGVAPYGEDLILLAYLDKEEDVNGRTVVQGDEPEIRIMSVGAEEISDECLPMDGHEMY
RSTDYWLEGIIEEQQYYIVSPKDIIVAKQRTWDDHIDWQIGLGNFDEAFRMAKEHARLLSRHSPSSVGLKHLLPYLFDTV
KDYAKAASIAAELYGHDVKLWEDGIETFLRKQALSHLVFLIPTDAPRLSQTAYERTLAELLEQDPEAFCKILGTWDAALY
DNKKMLQKLEAQCAIDQSSVPLAKALAAIYVTAKRFKDALTIYFRLRQKEAFDIINRFSLYTSVKGNLVALMEMDEKQTL
ELLIEHREEITLEAIVGELQQYPKLQLTFLERYMAVDKDAAGRFGKRYVELTAMHAPEKLMRVLQTSPGVPWKEATEICR
QGQHWREYAVCLNKCGKSKDAIEVLVSQLGAIQDAIEMVVQDRDDSQWDLLIDLVLASKKPKLVKQLIDEAGAHIDPSRI
LTRTELRNMKIPDLKNSLVRILEAYNLQIELLRGCCDIFQTDCMNLLLKLNKLQKAAQIIRPEEMECSQCSKKVSAMAGR
PDERVFIFNCQHVYCSPCLEQRMQDQNSRQSRSEASEDYQNYCPLCRRSQLETTKGRGRASRRR                
>Mbre_XP_001746758                                                              
MAQSNNAEDGEPLMDRSDYAEALNMYLASLDAPRDEEHRAKCHVGASACHLQLEQPQDALRHALQAIKLQPQNPAPRQSY
AAALAHLGRWAEALVALVLDLEEPAATAADVLKTLADWANRHHQGEEVATDDPAKTLAAALTCPITGDLLILPTTTADGD



SFTLGADASFPLPATHVNVRLQAILERLFPGHGAAATSLREVVMHLQGTSGLLEANSAVLADVQALLQQSEQHQPTALAA
ILRTLLQPARASMELNKVARAVQEVLGALLLLPQDVSIQDTATQALRAWVEACCGSPEPVQTSTEQPDAAAWSNRCAARA
ADLQVILDAAVSFAQTKPHTAVPVAHSELLLLCQQRLELADLECELCYDLLWRSIALPCGHMLCRSCVLRTLDHKPECPV
CRADLADFLAARQFCEVSCPLLQNNPVWADG                                                 
>Mbre_XP_001746385                                                              
MAKQVDLKQSNRPAPAPTHAAASTPISTKSTRQHAGAAAATSGKSIQQPPSRSHRKTKMAINNGAPSGGRKASMNHLLGF
QGHRSHRREGDDDDFGGAAYSPSRARGIRHNHAGSSAAALTLSREEYIQANAHFYVRDTWLLDRPRLQPDTQVEWSDVVQ
VLYRSSEVQHCPICLGPPAAAQTTRCGHVYCWSCILHHLALAETAWAPCPLCDDFVYARDLRSAVVIHVEHPKPHKRQRL
QLMTSLLETALVTPAHNIEAVLADPNPYTSALTSTKYLRFHAMEPLAQEQGIFLREALDLDMELTECTEMGSDPTHIKAA
QAALRARWVAVRPDMQQATLAQLVAHAQRRLSEPTSTRPSTKANTATDADRPASPVATPASWVEAPTFVPGQGLVDAQRP
TPSAESKLMLEAGDTSVHLSTQDPSLPFAVADASVPASVQNDGAGSSEDNPSLRQLLAPGAQIYRFYQADDGNLVFLHGV
QDKMMRAEFGEDLAGAPERLDVVVEDVESVVVDRELRVRRPQFAHLPLHCRLLRVEVDLRSVVSAQTLDTFQEALQRRRR
RRRQRDRDDEQRQRRFAQREEAAWRNTTFEAAPAVALPDLSEQAFPDMVLSQTPPSDGGASGTGTTPPRRWGPQPVMTRD
EQEFPSLGPSLSASPGTSAFARGSEGPRWASGGSRASARQPDPVPLAVRHAPSWGTTTAASDPEDGEDDAVSRAYKPRAY
GDSFLALDFEINLRDAAHLRQTTNPSAGPSANNGAGSGAGGQRRKKKGGRQKQILFAT                      
>Mbre_XP_001746192                                                              
MMDGISGVVALLFMGIAVVWMAVFGWCAYKISSIWSRQPPSMATATGGPEQPPSQRGDHTTCAICLDAPTNPIITNCGHC
YCGMSCLDEDRDWCFASLMRQSDFGTHRACPTCRRRVNFLFSQQPLGDDAISREVRAFNRRYGPERRSMSEVVADAPELL
RQFGASLFDPTNVSMLVKLRVILSFVLAALYAIMPFDVLPEAVLGIFGCVCTLLTLVAERGHACLASMVNPNLSMVVSRL
ADDALVFLVVAVTSANTIRQNFVQASQRAN                                                  
>Mbre_XP_001745549                                                              
MAQRTSSISQSAAKAKQWIRSKLKRDEAEASPFAHWQNTIDTKTLLRIDKNTERLITLCQNPRLNLKNSPPFLQGILFDT
REHLHALFERNPLEALRQNAFVSIFLIKFLSHCKRASNLFKEAGDRMEDEQSEDRRELNRLTLVFSHMLADFKSLTQDAK
LDADFLIVKIGAREFWNAAFPHRSIVPWGEFLHQLKKVHEIGEPEEAALKKTMPWKQLINNWSLIAIRHPAYQAFITYDE
VEATLSNHRHKPGSYVFRLSCTRLGQWAIGFVAKDGQIVQTIPQSKSLYQALIDGAEQGTFLYPNGEDANPDIAQQISVT
PQERIKVTQEQYDIYCQIDTTFEVCKICNSNFKSVRIDPCGHLLCHQCLRKWIDSSNTPTSSATTCPFCRKQVLSTESVT
IQPFNPFGEDDDEVDLDGDLEGLYDNSEVDNDLEDVDAVIAQASIAAPPPRPASAGVPIHHRRPPPVPSASQGTPPRRTV
STGDQRVAGVAPDEVLLLELQNMGFEREAAAKALRISRNSLEVATDILLQFPA                           
>Mbre_XP_001745442                                                              
MAQAGARLLAEANGIDDGDLKDPALRSLDGSLRCPICQGYFNHPVLLKTCSHNFCSECIRRHLTQQTRNFKKQCPICSKD
CGISDMIPNIGLSHVLEMYRRAKPLLLRKAQAGETMPPATETGNDVNTAEGALPVPSSPPTVASPQAQSKRSKRSARSQG
PNAQAEPSVTTPSSKRAKAHAPKTVQCPVCEALVPEKLINQHLDTNCVLITDRKASLRSSPGNGPPSSTPSSSEAPVAPL
PATIQPAIATHAPQPPPDLASTATAGAQVAQNVPPPPATETASTGPTPVQALACASTAIASSKRPPMPKMVYALQTPKQL
RSVLKGLGLPMDGGKAELTWRHQEYSLLYNAQCDALNPLSNSQLVQEVIRRERERRLTSTQTKGKQLLDYTVRDGAQKIA
KGQSGYVRTHAAQFKELLQRARQNLNYKPKSLKRLRRKRTSRRLTPDEAQTSDQLPPTEPLLATASRLPEHLPPTAVPVK
RSQDRTPPSSSSSGAKNPSHGPPLEMNTSPAPATTSASSPIIL                                     
>Mbre_XP_001744915                                                              
CAVCLNLLENTMTMKECLHRFCNDCIEKSLRLGRKECPTCRTSCPSRRSLRHDARIDGIIHALYPDRQEYERMQDQVCSS
LRYSRTSSTLS                                                                     
>Mbre_XP_001744397                                                              
MTAAATATAATAASTPSHAAAARSSPQAAKRVKPDLPDDSNVAPTVAQQQSSKSGPDASNSQASAPTHTQVSVTTHVRPV
AQPLTSQNARDKNKPEEADEEDESLTCPICFEAWTSSGDHRQVASLVALKCGHLFGRECIERHLSNTKRCPMCQETALPV
HLRPLFAKVGRSDYVGLLALCVVYPSSQTASLLRWERALLAWWF                                    
>Mbre_XP_001744130                                                              
MEVDEPPTAGSAVVAATTGTTPGSSDPSERAGFCRPEDEVCPHCKANRYTRKDLRLFTSLCGHFLCGECLDNLFQRATIR
CPTCREERRRNDYELKVFDSGHVQRDVAIRRRQLQRLNLTEKDFPTLAAYNDYLEQREDIAYNLSNDLDLVETGQRLDKL
LNDYAEQIATNEARADRLRRERLQRQKLEQDAALARRRLAEQRAIQAEQRRTKERTMIMGLLERGVELKQARLQVKTELD
QEERALADEAARLRQQQEADAHMETLVPREAAPLFVYQRPTRKLANGLITPPTPEIAQAFYASGATWQQALNGNVAETLL
RVGGYLPEWTLKRGLQEALDGLTLD                                                       
>Mbre_XP_001742653                                                              
SRETAAERLRRLHPEIEDVWSTLKPSMDLSQLKRIRSPPKLAVTLLPFQIEGVSWMIQQEESEFQGGVLADEMGLGKTVQ
TIALILSRPSTKPNRPTMVICPTVALMQWRNEVRSKTVEGALSCFVYHGDNRIRDLEQLSSFDIILTTYATVESGFRRMK
SGFQRKGQKMYEDSVLHALHLHRLVLDEAHYIKDRFSNTARAVWDLKADYKWSLSGTPLQNRVGELYSLVKLLRADPYSH
YFCRQCPCKSLKWSFERRQCTECGHRSMSHFCWWNREILRPIQKHGPHGEGKLAFDRLRKLLSAMMLRRTKHERGNELGL
PPRIVHTRRDLFSHEEEDFYEALYSQSKTRFQNFVQEGTVLNNYAHIFELLMRMRQSVNHPWLVTHRSDSKKDKDTCGIC
YEMAEDPIASECKHVFCREEMSMYLASVPEGQPPACPVCFRTLSIDLTQPAVERSEDVKKKRSKTNIVRRLDIEAWQSST
KIEAILEELRSGQSASSSIKTIVFSQFTTFLDLLEWRLQRAGIRCVKLDGRMSPQHRADVIEAFNTQPHLTAFLISLKAG
GLALNLVSASRCIICDPWWNPATESQAMDRIHRLGQNRPVEVIRLIVENSIESRIDQLQEKKRLLFESTVGKDSSALGRL
TEEDLRFLF                                                                       
>Mbre_XP_001742636                                                              
RSKHEAQMDGPRDGGATMTTEIDTAHDKDAQALFDKQQRLNAELEDVNDNEYRGQTAYQQFNKIKDTVAGNAFKSGAGRG
PQRAPLHIRSSVRWDYQPDICKDYKETGYCGFGDTCKFLHDRSDYKAGWEIDREIDQGRYNAVDVRQYQIEHSDSDSDDE



LPFACFICREPFKNPVVTPCNHYFCEKCLLAHFRKSKKCYVCSEPTNGVFRPARDIIAKQKEQAQAQAQ           
>Sros_PTSG_00772                                                                
MTALEDAVFRVSKALECGICKDVLKQPQRTRCNHVYCKFCILKHLELSKSKCRCPLCKADLTKRGLSDCPTLETVIDKMR
AAIVAIRHDADGVLSPSLFMRSPQTVKRLLTPEQRGKRTSRRQLLAAAHHDHDDQHDSSTTGVPAIADSGTRPKKAKMVA
STANVNDNATAPHAPASPSTSTRTRTRTRTRIAVYDETEDTPQSPRPQQERGDGSAATTPQRRANVLALDLDSGPSMFDG
DSDSDDGAATPLHDAPGAETHVYRNAHAADEQEDDTVLTQSPPRAFTSRGPTLDSCTQSPPPSQQQQQQQGNSSQHTQAN
GQTPATGTSATTTEAAEAAEAEAAARAKGGSDNDDGDELQVLSPLMPSCEPADSSELPRALLLSQRSNGKMTTTSSTAAA
ATGVAVSGGDGGADQGGGGISEHTSNVNVNVDVRVKRVAGATNKPDEICTQHQTSHHDNTTPPTGRVSLRRLPSEEAYAA
QTLVVEDDEDVVDDDDDGVDGVDGDVGSGANGAMVIGHGDALSHEQEKTTRADEDVTAELNGNSNAPTPVHSQHSEAGDV
QVVQQQQQQQQRGPLGDGSKATTASTSTATTASAASTVSSIKETSLAPPSRPLRACVLLLTGVPRDVEQRARAIADAMGA
TVLSKFDESVTHVLAALDENHLLISNTLKVMMGIASGKWIVSPAWLYACDTENRRANEEAFEMQGLASSPSESAPPVPPS
SGARSSRLSSSPLLTGFTIAFAGQFESPEIQSEFRRVASLAGCTVVPLSAAVAACTTAPDTTVILVDSERVEDEVLDSLV
DVPTDVVRDFYWLVDSVTAHHVHSPANYVLDTEEDTAPNL*                                       
>Sros_PTSG_01034                                                                
MAEEAAEATSSLGGGERKETGISKDGGGDDDDGGGGGGGGGNRTCSVREEHVCFLCMGLLIPPVVLPCTHRVCEECFRRI
EELSNMECPMCRRRLHVWCRKLKGSVVDQTLWEEMQRLYPKQCQAHTKDLGDLEDQLTAQPRPRLASDGEVRAEYEAEVA
RLEAERRAEEEASMQAIRQLAQTDDEIRKQLEEEERVKRDLEYAQRLMEEEEAASSQPSSSQSLPVTMSSTTSSSCAPGE
ALSAKAIEAGVVARGHDRQGFTATAATHSSTSQRRRPKLTRSASSGAGRARKRAKHQQQQQQRRSKVERRRTIESFMSEQ
AARPRRRRDHATQVLDDDGEDVTGNGHGDSTSSHTRGPQHGHTAARRRHKEHRGVEAGHGDCSSSSSGRGAEARLPTHTQ
CPICFRPIHNDLIVPHAASCTGHWTRQHCDGDDHHHDDDDDDDNDDSDAVVEVHHDHERTRTRHQ*              
>Sros_PTSG_01157                                                                
MGQVLCVAPFASAPFASAPSCVSKEYDSTLWTSIDLKVAIDEANSTCAGLAKKGEQRVKFRMEGGDDATALPKSGLFWRA
AVTIRPWRQCDGGEEEASARLLSLPEFARTYQFIKDTCNPSRRPSAPSAPSSAASSGRSSVSTECTDKCGVCYERKPDTV
LACMHAFCESCVSEWSHVDATCPLCRNAISDESECFVDVAYPSREDLNAYLISSFFD*                      
>Sros_PTSG_01176                                                                
MGQALCVAPFASAPSCVSKEYDSTLWTSIDLKVAIDEANSTCAGLAKKGKQRVKFRMEGGDDATALPKSGLFWRAAVTIR
PSRQCDGGEEEASARLLSLPEFARTYQFIKDTCNPSRRPSAPSAPSSAASSGRSSVSTECTDKCGVCYERKPDTVLACMH
AFCESCVSEWSHVDATCPLCRNAISDESECFVDVAYPSREDLNAYLISSFFD*                           
>Sros_PTSG_01834                                                                
MVVLRPCVSVSVAVHTTQPSLPPPLTYASNSCKQSATISDSNKQASRNKQVVTATSSQEQAVVAVSFCSLLRTSHPMSTA
MGLECVHELRDVGKRLFAQQRYQDARNAYTEALDVVYEQRQKDGANKHKALTAVLLSNRAACHAKLGQLQDSLQDSMQAT
ALNPTWPKAHTRAATAHALLANWKEALFHYTVATQLANHPHHRDGIVSCLLALLTEHDRPASITRETAARMLLLCPFSGD
VLHTPVTHHTGLSVSKLSLAAAPLPLAHLEPCFPQTPWDVDTPACDVALARVIEKLRPRETQAQVKASPVLRAVLDMCSQ
HQEQQEHEPERATTSTTQTTPATSSMHNHGGTGNTAAATTHDYAVVDVDLDDHDHAEDDDVDVGDDDDDDDDDDDDDDDD
DDDDDDDNEHTPELVQVYAGRNVSASSLPLHARQQLSSLEEQTRTLCHTDPCPFSFLAWAKVKMLEQAWQPALDCLTQAV
ALFPHSGLLYLHKAECEAELRRGECVQSLLAAATNTCRPTRLWPSVCDAWLHVASTACPIAHVGSVEFAQHLTAVIERWC
CLPPGATMDASDDISGNASQSEGSNSGCGIASSKDKSEEGEGDEGRQGRDECDQHEVECTSPTVTMNVAGEEDEDEQEEE
QEEQQQQQQQQQQQQQQQQQQQQQQQQQQQQHDGDDIDGEKDHGGVLCASDVECQLCFGVLYEPVTTPCGHCFCRVCITR
ALDHAPRCPMCRSSLRHFLSRREYATTCVMEEVIQRRFPHEVELRQQQVLDELAEQHDLLPIFVCMLSLPGWPCHLRIFE
PRYRLMIRRCLESGTRRFGMCTYTEDGAAEYGVLLSIDQCEFASNGEIYIEATTTRRFHIVSSDTRDGYLVAQVEYVEDE
EQDPQEMSASGVPYVDLVQQARAFANTLFNRFGNPFLYSRFGGVPDNDDLIAFWLAGAIHVDPTVQYHMLSSTSKLERLS
AVLALNSQPRCSVM*                                                                 
>Sros_PTSG_02458                                                                
MLRRQVLDRRCRASTKDPHSEIRLEEPATTFGRGSRCNVNFDNLYISRVHATIEKQQDGTYLLKVGGQNGACVNDVVQRE
VQLRDGDVISFGGVPPNHAPGASCQAETDLNYIFQTSSSNQQHPGTLDPGNCNNQQQQQQQQQQQQQQQQQQQQQQQQQQ
QQQQTLALADAEQHQPEAKSATTSNEPAEVVILDDEEDDDDEDDDDGNDGSGDGVEVQLQGEERNAKRSALQRAKRSTSA
TNGTSNERAATVTIDLSDEDDTDKGSQDTAAAVHTIDDNDDDDGDGDGGSSKRAKTAASSPSAAAKQLDMTSECECAICM
SIMALPATFGCGHSFCRLCTLELLKSPNARCPHCRQPVKQVLERSFMVESVIERLMATKPDDDEAKIDWKERVQAAKSLP
APAVCTRASRSAGMYSGGYGGEYVQAMLHRVGAAANALGQHVMAFPGHAAQHHQPHYHPLPPPPQPQQQQQQQQQQQQQP
RTSGHWKFSYATNGRAICRKCYQNIPVRSVRVGHISGATTRYFHLHCGVHLMMQLRLQPGPQQLAALTQSDQATLCPKPR
SLTQTIRVCSDSATSKICSDECMASCDKRHAASPLAASVAVSSWFL*                                 
>Sros_PTSG_02658                                                                
MMTDKQEEKSKAEAAQAAEVAEAKKGIDGTDATTTATGSDTLKKAGGAASCVFIKKKKRAKGTRANTRKRTTVQALAAED
DDIDEGALLEKRSKPVRGIGATTTKSKSKDDSLTVTYKSSRSKEFAGPKDMGATAELTIDTERDRDAQAVFERSQQQPGE
EGEGMYRGLSAYRQLNQRKETVAGNAFKGVTSKGPVRAPLNIRSTVRWDYQPDICKDYKETGYCGFGDTCKFLHDRSDYK
HGWQIDREIERGEYGKVDVRQYEIESDSDDEDELPFACFICRERFTHPVVTKCKHYFCEKCLLEHFRKSMNCPVCNEKTG
GFFQPAKDIIERQKQLEDNGSDDNDEDDDDGNDSD*                                            
>Sros_PTSG_03768                                                                
MVMELSEYERQREPHKLQTGEEMIETYWPELVAQMKCPICLNLIEETMATECMHRFCGECIKRSLRHSKKECPTCRKPCA
SKRVLRRDPNFDELIQTLFPDPDVVEDYQEQLMERLHQTTNMRAVAQSMQEGMQHQALQRKIRTSTINRSIAQRHAAVPT
VSASARVPSTSSSSSSTAPSRTPSATTPALRKQQHSGSGSKKKQPARRVSQQHAAAAASSSSASSSSAAAMAAAAAITAS
SGSSTTSTRMTPFLEVILKPMANTSLPPLDTPYILAPADANGSTLTRLTNHLVSNKMQGDGRATVELLLERHDQIVPVGA



RLQMRTIAKNHVRWHPAKPLVIYYRKKT*                                                   
>Sros_PTSG_04411                                                                
MDENGAKILDSWFRCQICQDYFTAPVLIKTCNHNFCSECIRRHLGYQKQRISFTSQCPTCERDCCPTDLIPNHILTHMLD
AYRQSSLEHCRQQQQQRSPPAQLWGRR*                                                    
>Sros_PTSG_04803                                                                
MPRRKAAAPKQLNTENQTEEVLVAGGTKGPPPTSAPSAAAVPTTTPATQTTATASAAADSAPQPSSVVVIDEDRGSDDDN
VVVIDDDDDDDVYDDDGDEDAYNGSVAMAVGSAVGAWSMPLNNQQQLPFAEQQRACDPAAPAAASTNTNTATSTSSTSAA
MTRTSAGGAPKPKQPKTSPPAKQALNPLEQAHKERRQRKLFRRCYGQPITIRVLQDMPVGEDEEHEACYGHVHILHTDRL
TERRWQQCLDAALQDASRPELDVYMEANNGKLLTSGWKRFRQERKELYTAKCGRAFMQCVTLKSRLASRWEHVGLLPQFA
MKMMLPLLRLNASFVMAKSNPTVIHVLLDDTKQSFHMDRTLAAALSYNLQPMDSQIQDTPVVSVEQVHNAMRATARSYTS
TVQQPPGIGPQLNTYQLRAIHWMAEQERNPVDIPMIHPYWVEIKGDAPNTLWFHRYGVKMATIAAPEWRMRVRGGLLADE
MGLGKTLEVIGLVLLHPRPSNGGDDGDDDDDGDDDNDDEGDDEGEEEKDLQEAEEDQGKGKEKDKAQAKGLERATEDNTN
MNWMQRDADGMNGHGYGVSTNTYPSTASTMLYATPTSASAPAMTTAAHVPAMKKLGPHEWHCAKCSVPFVLYTHDIDAET
RKLIAREHVLCTDCLRKQEHLVANSTLIVSPARICAQWCDEVKRNAPTAVRILDYTGAKKLGSLHPAIVATYDIVVTTYK
VLRDDIHFWKAFKNPRHSTRRRTSSKPRTYMCPLMLLEWWRVCLDEAQMIEMGTQKATEMAWNFKAVNRWCVTGTPMTTS
VSDLFGIFGFFDIDMGTPRMFDAYVCDRNQLLPDGSHDIQRLVMSFAWRSTKEDVKDEFQLPPQSVIRHTLRFSELERYC
YNQILEECKSRVSRAARRLDKGLHLSELHPRAYKAILQPMLDLRKACCHPSALNIPGLRLRKTTTTHSMQHVQKEMVYKA
TLDCSESLRELCFALNALAGIALLEHDPKKALGHYKEVIEYFLRFEKEFSCDRLPCLHAVTNYLDVLNEMNDEQQQQQQQ
NGDKEQLHDHQHQHHQQQHHQPVQHDSALLRRDELEAMQSRLRQHIAHDATLRVQIERTTLDTLEKKIDKNTLLTSMVSW
IEQLRASERFLESTFVTNLHSFLSERTTRCKFTPFSHVSSVDGLMALLTMEVNTLFDLRSAVKGALFPLLPNPTPEQVQH
AVTCPSCRHRRHNVRQSGGDCVLCLARNPMHEYEPHVFANAKRSVEKGWTTSKPMGDRRTGTRTDVDKMYYNDHNRHKSQ
LHIVFDFLVHQARHHGIPVSGANTMDSLRKEFFTFNSLSQALDERFSVLDDRLKLLPPGVSPQPGFITNIEWERAAHASQ
LVTARMALARNRGRVTYLRTIGEETKCTVCHGGFGDCKTVWLCGHCFCFDCWKELFRNKTSTKCPICRTVCNERSVQFVD
TRARTRRTDGGDGDGDAQGRSSKPEDLADIVIEGGHSSKVCEVLRALRRVFSKPTGHWNKVVIFSQFSDMLRLIRIGARE
NDIRVFEAYESTQFKRALDEFKKATEHCALLLDIKSGSQGLNILEAQHVFLLEPILHPGVEQQAVARVHRIGQKHPTCVH
HFIVTDSIESDLEALRTSLAAEHTSVTKKDRSQVRMLWRPAGCLVYLFE*                              
>Sros_PTSG_05741                                                                
MDDEETFMAMSDDEEFPVGGSDDEDFGEDNDDVMVDDDDDDGDDEAMFGVEESGAPTLLVDETQCTFITADELIAQQVHL
IKEISSVLQLPHGTARVLLEHFGWSKEQLMERYWTEDHDKLFADARCIQPKDMKDQCDEDMCSICGNDNKEELLQIGCGH
GFCHECWVAYLEEKILSQGKQSIECPEYNCNILVDESTVTSLLKGPAHAETLARYYERVADAIVDSKKTMRWCPAPDCKF
AVIAPHSKCKMVKCKCGFEFCFQCGQENHTPVLCLMLKAWLKKCADDSETSNWLQAHTKPCPKCASVIEKNGGCNHMSCR
KCKHEFCWICLGDWEPHGSSWFNCTRFNDSETAVVREKVDASRSLLKRYLFYFDRFKNHQSSRQFEEKLVKAVDWKMKQM
QKQGWGWVEVQFLIQAVATLQQARRVLQYTYVFAYYLKKTPQCLIFEENQADLQMQTERLSEYLEQRAAKMDDLHNLKQQ
VMNLRAYCEHRLQKLVEHVEEGYKVGFWEYDEKIAEEMVGQVDEFNESLEL*                            
>Sros_PTSG_06697                                                                
MSSSSSEGEEEDFGQQVSLTGQIRQILCDYPEGTSVIKELIQNADDAEATCVRIALDKRQFGTEKLRFPDTGKFQGPALL
CYNDSVFSDEDFTSIKNICRSSKQADTTKVGRFGLGFNSVYHITDLPSFVSRNYYVVFDPHKSSLGTEGRRVKFTSKHER
DGKYEDTWATMRAFGCTMTADFKGTLFRLPLRTAASELSSSCHTIDSMLSLLDTLAAEAPHMLLFLRHVRELHVSIITEA
GDQVPLYNCSVDGRPLPIPPHTKAARSLVDSRRLMSTIPSPLPSDAAAAATLRAALLAHVRFEWTDERYDDKAGRAVTTC
HLVVQGLGTGESLDLANSPNNSVNASLVPFAGVALRLTSGHGDDDDDDDCGKGGGNGGRGDASDDDGTKMAAITKKKKQQ
RGWFRSSSTSTSMEEVIRLLAHPCASNGHAYVFLPLPVATSLPIHVNGFFQISSNRREIFYGEGLTGGALDKAEWNRVLL
EDGVCSLFLDALAIIATALPPTSTTFSRTRYFSVWPNTHALKPPWSLLAQRVYTQAAQRTLLPTATKWAQLHRDEVVLFT
PSPTSPADAMLTSLLTRAFPDNICIVPEHVRDGLVHASTASGDADAAAVVLDPRHLRTLLQQHAIQPPPAPHEAHALLTF
LLRQATWGVRDIANLPIFPLTTGTVAAVDPGHRQQWSTHERIILLSPQQHHTLLGTPLSNSTSSGDVHEHVHEHQHEQQQ
PHHPQSVAQGSVASGATTATLQAPAQSSSAVAIVHAIVSRDSDLFARLKTDTAVACGECQLSLLTLESAAAIISDVLHHR
TPNSSLPVLLSNDRHDHHREDVDSNGDDDDDDDDDEDDDTNVEKNDSQDGDSDGDEDEDDDAESAASWLANVWRLLLDLT
DAADQETNGTNARSHAHHHHRHHRHHQQRGPEAAAAVVRVAGHLSLILDDEGKVVTPNDTAPRVFSTFNGLHDALVKALR
AAGCSCLHPHLQPLFPADVAARVPCLVPPTANGVVAALASTIAVSPNQPSSPQPPRLTPHDRSVIVSFLGSASALEPASL
ASLRRLPLFHFVEQKAAMHRAACAGDGNAGGDDDAGEDVDDSDATDDDSGGDGECDGDDNSKPVALCELPSSSSSSSTAA
TASSSSSAAAAARGNSAGAASTAVDDAGGVSILPESVMDDRGVLETVLPVLKRRRYLHAQRRETRCLLHRMLQVPETPIH
ALLLHDTLDFLSSEQQPSSGKASASSSLQQQLLDTAARACATLLGLVEPKLSANANASIGSRLMVSAFVPTNSGRLQTPR
DLYDPEVDALPDLIDTAQFMPHAIVAANPHAMRVLRRYLGLQKQFTPAGIIKIVHSLAHPSTDDPASSTASSSPEQQQRW
ELSIKLARYIDQQWATLFPKKDTFVCKFKRFVSGGLPSATTSSSSTAGQRAVTKDEFCSILRNEPWMAAVVPWHAHEDSH
GGGDVHNRDDDDDDDDDDDDDDESSGAGMADASALDSTEASANPYTRLGVPMPAVFRATAGGAKEGCNDQSSGDDEDQEN
SGASATTITTTTTTTTTTTTTPQQLFRPVDLCDESVLPLVSHRRPCAAVQLSNPTVLDTLGLQTVTPDDVAEQLLAYSTV
LGEHRRQLAQQPQQHQQPEKGQQEREQEQEQQNQQQEPQREQEQHADGTDVRDGSTAAAEVQWSVQAMTTCINNHCGHMY
EVLNNDIAAKAPTTHSPPWLTKLLGRRVVWCGTRFMPPTKVAMACSYDLAPYLAVVPFQLCRYQRLLDSLGVKAEFDTAT
FVEYLQDVWRRQHNRPDNAHLADEVKQLARDGDDQHDGDDDSDDSASEEDDEDDAGGIARDRGVQRAGAGALVSHSVQPL
SPQTLEAVCYVLLHISKVRDVGSDFCVAVPDDRAVMTAASQLVYNDSVYSHNPSASSRVAALATPTTPATTPPTASGFDV
QEVHPNISNTVAAVVGVRSLMSSVLGNDTFTPYGQVEKLTARLRNLVTNYPDGPAIFKELLQNADDAGATTMTIVYSRRQ
YGSQSLFSTEMGRWQGPALYVYNDALFRDRDFENLANLAQSKKKDDPATTGRFGVGFNSIYHFTDVPFILSGDDFVILDP
HKRYLPPAITVLGPGTKMRLKGRPLVQRNFADQFAPFAGRHDAGADLSRQRFRGTLFRFPLRTAEAAAASDIKKTPYTHE



DVMKLLGAFQEHVRDMLLFMNGLKEVTVLLEDASGNQTQLYSAAVTAETIVRGPADLVQPTLSTATHQDAGSVEDGHGAG
VVPATTCAALSGERLMEMTWAQMKASARADNIALPEFLTRLESCTDRCCVLTRRIQLRVGDGDQDNGAARGQAGARAGGG
ADDESEAASDLQHLRDITWLVVGTVGDGRALQRARESDLKLIPWASVATPLSVLLQAAQVPEHHTQGGGGGGGGADDGDD
GTGSSHDASAAAMLWLAPGYGQEHAVVGKLFVTLPLPVYTPLPVNINGMFEISDNRRDLWSGRDVTGDGRQRVEWNEELL
RDTCASAYVRLMQVAFAALQCNLHLTISSGGAAQQALQDRNTALTRVYFTLFPPHKPEPMWAKLTACVHEAMATNALLPV
LDHRGAEGNNTVKASAATAADLVLRVLSAVYLLPADCPVEVVACFDALEVPVVHAPEELIAAAVDVHGEDVARVMTPAQT
RALLRDVEPPAIQSKLSSQQQRHLLAYVLSDWDCDTPPARLRAMQGVPLLVDEAGGVKRFEDPEDARDGDDDASTAPDGA
DMGHDTAAQFLVLLNGDSRMRGLFRAVPHRVVASWCNDVGIAWFFERISELELFDARVLSLHTAACLASTVMAEALRRTP
NPASDATRRNAGTTAHGRDPHQRPLSCGGVPMKDWVIVSPVPGRAVAQGNAHGSVSGTRSAPVPVATWLDQFWNVMSTIA
QRERGTQRQQQPERVLPRLVRELAGCTIVPCSDGCMRALDARESPVVLSMPYLLDRAAVRVLTDTLGCTTPHTAAASTIR
SLTATYDHRLPRQQHRHSQQPEPQWPLSGIHPGTVSGVAVALLHATRQRAARHEGDESTTAPLAPVFARANVSDADRTCV
MQAFARHTQALSDDACTALKQLPLFMLANRAHTCSGVHTPSSTAPTAPVTGTAEPQVAAPAVAPSAAATRSQPPVTSGAR
TTAVGRTGSAPLSARSRVGPDGGGGVERELVSTSASHARADSTLRPSYASAAAKTQEQTQCHPRAFCTLQDKTARVAPSG
TADVQDLCDDSLIACHDESTRSLLQKLGCTMLDHESFVEHMFGTTYGALPTSDRLRVLSFAITRTTSAAASKNWLARVLN
ECPSADEEGGAAGEGGVMAGRVPNGAGVLFRLNELHDPRCTAEVRTLLGGDHLFPHPSLRASDEVLDALYDAGLKKKPDC
ATIMFACAELRQQRARNDSAADAESDHAGAADAGRAGSGPGAEASNDEGGQDGVQSTSATRPANLRDLWPRETMLLRLLN
ERMSEYMAQAKSNKCEREFKSELLTTPCIPVLSMPPLPHLPWKSDSDDSHAADTTIGVVSATGDRNPLNDAADDDDGDDD
DDGGDEHGTQGSEGSHPYMSSCATPEQCRNRDAAWVLGGSFLISAIQLKPDVARTFGWENEQLPFDIICRQLCGLRAFVH
AHTWQRLQPQGERREDDTRISDNRGDTANTSIERRQHATGPTTASMLPPYLAVERDPDDAVLGCVGAACVQLYAALLSHP
LDRYKADLWEELVWTGFGFVPHTRVYQGDAPFPVEPYAFTAAAVSKALQDSVPAVEQLVTRAHDDGLGMCAPDATTTVAA
LRRSQVTEHLPRMFHFAREFNVSTCTAALEAMRGELAAESAQQAGTSTCTRLAAAYGRDFRHSRDVVRQVDDTVPGTCLS
GARRALAIRLVRHAVSLCDGVAQSVPTTLLAVTMRGSLVPANELVYDHHLLQSRHSDGDSDDTDDADDGADDGADDDTGG
VTSAIGEQQTAPSTVAAAGSRHVGGGATSSMAFLCEELLDVATELGVPSLQEFINATSAVMTLHHLSSLPHVLASDDASG
VDVAVPPALAGLLDIADAIGEQNIKLFFDTTHYPAQHMLQPSFSQGQGPSLVVVLPRPLSRRDVENIINPRVAHSVSGIF
KHPPECGGLWSSMAVAQMVAVLSGNSLHVVGPLADDERARFSSSDAAAMPPFHREPVEGRVYDFVTSPLLVSRFRDQFTP
FAPFGFDPNGGDGAGGDASADDSNRNPSNNGGAHGLAPFDGTIIRLPLLEEYRECAEGWMSQLRDVASCLMCRFMHLRQL
TCCRHLGGSQEQLLFSASAMTLAEGSTSNPRAKLLQDSRAQLGQRTSGVTGLFTRAVNLQQRYKVIVNVIVRQPQPTSSE
LAHAPSGQHQVHAAHAVSQQAQSQDVLVEQQGLAQPGAEQASPPRRRRAASASRHLTVRHSWEVLDTVALGDCKSEGLMT
YMQQTGALPRAAVALLTHATVDNGGRGGNKRPAVGSERMCTIGGERGLLLSRRLDAVTLPVPALLSGAFTAVTLSDFVHV
QTQQQSGTLTVGQATEQFNAVLLDVAFRQYRALLVELAQHRQFEQNPSAYYELWPLLAPAPEPQEQQQHQQAQHEHEQET
RPVRVVCRVVEQHINGMLTELVKCDVFFTPAGKRGKIHEGLILSRAPGRQLGAYIDKHFPNTLQLPRTLAQQLKSIAAAA
RTSSRFSFSALLSSRDRMHELNGRQLSDHLRKRNKSPTQMEPDAGNRVLLLAQMLRFIAQDEQSQQGPAALMAKGLKLLV
LGGRRSGLKFGRRPALHLKHIIQGAVAAAFGFPMNWLHETFSQELGQAVTSFPAGYDVHETLTPALLAVLLRQQMPMWLW
RGTEADVDTLDREEQETVQRILPGLKLLVHHINGCTVTYVNRQRAAQSRTEVEQDTLVEEWVHPLNDFVILPTQDNVVLP
LSARSTVLEHASTMPSELVAALNIVCGVHVLGDDVFVDDAGDQRAPSMLFGRPAPAQTTEHETAAWAEYVVDRLAACHAL
QQLSRDRCEQHSAECDVLYQHLCRVAHSLQNTSASLDGLKQLHIFKSCADTLLSAAEAAGVASAETRAAQLADDAGVLVA
HDARAQQLYDLLDMEMQSLPSLLEYRIAPQFEALGHDEQHTIMDQALGEWDACRANASTFVERLQSAPCFKTAQGDYRRA
NELMHPDSPSDKVQLACRLAPAGTMCADTYPLQRWQPLLQTAGALIDDGPQTNMHLCIIVHDWWNRFGVQGTDAPEEGDE
GEENDEAVGSGDVPDRDVCIQLMNLKGRLTGCAVKSQLASRSLAQRTQIASPLLSAWAATARDLTRAAWSELRTRRFVFA
TDSQGTATICNYRDCCLKSDERLAGLVVPVLEEDHTPPQTVRQLLGIKSPPPPETIVQQLARLPMSHLPWRDQKDVVVAC
LEHFQAMMDSNDGHLSRDIVSQLKRLPLLPCNSQLVPAQRAYWQCERKLAPFVHEVPREYSRFKTLLTAIGVEDRVTVQG
LASAVEAIAASSRGRVLTPNQLVGVVTVVQHMVALSAAETRDLPNLRLPSASSVLVPINQLVFADNPHLLTRVDLSKARL
VATSHVVPEILCRPLDIPFLSDICHTKVRARPSSCDDGDSGGGRVQRFRITEDHARVIETLVYRHHGDVVPGQSLRVLAM
LSSLTVQETDHIEFKCEVRLPSSSHPVDVRRGGHELPYFLDQATKTIWVTASACAIADPYELAARCLAESLTPGSGLAIG
PLLRATTPEQCTEIAHHLGMIPSQDGSHFGRAVPGHRLLDIDAAQLKSSDEHDFYFGEMIAVRKDEHFVYARVTRAPIPA
RELESGDAVQAVPALTVDIGGQLQRMLPTEVQVFSTKFGEDGVSAPDTGAGHDVGNTPAASITSGARGNQDTSEFVLLVK
DLMRQRNVRATEQEFDLFNQAINVEDENEKLRRRVAELETQQEQLQLQQRHGTTTCPVCLEGPGDGATLDHALVPCGHLY
CAECAEHFRAGRPCAVCRNYSTTVLKLFL*                                                  
>Sros_PTSG_08020                                                                
MERRRQIIHMLGGHPAFGRCCDADGKGKWLPNAETRLPEQHDDDDNDSDDVDDDDDDDEEEEEEEELRDASNRGSDYSYY
TKDFILRVPSPTTIPYKLFKKSTFPEWQPGYDRVVVIEDDKTAHVHVFSDFATDNQQLHAKAIRFFIQRFLRRDDNDGAL
RALLNMTSMHVLMDDVLNDTALIKALTGHQVLRLLTMIDTSSLVGELQSRQGHPSTRVLIQRALVSDPNTIQLFSANNPN
LLHDHLQLLAALINTSTSSTYSYDRDAGYNDLCFVILVLGLAPNFEAEKLKHRAELPTTNSSSNTNSHDDHDDHDDHDHD
HHSNGGSSSSSVEYSQDDILDAADFVQKYHETIHISADTMMWLAARAILAQLTPKDAIFFAATHPASKVLSEHDPSKFGR
VVRTALTNTGGKGTKKKKKKKKRAAGTSGAYLKYMSTLPQAQEHIFDVWLSQLPSIGNDADHPLAKGAIKLATSAQLTSD
QRGRLMQMLMNNTRSSMCRLILGSVLHIIPDHLTPVTVIAGMWSVVSPAEVETGLRTWLKEEATKMRVVTVDDPDSDTSG
ASSSSSRSPATSASATVFTSRRNRNGKGRARRRHRQRAQHQQHHQQHHQQHHQHQQPRIKTVKELSVRSLIHLAVQLEDT
LREQLGVISSIPAGRPAEVAARMHKFKPIYLLAGDCVEESNVPLVAFFQQLIAASSEDGIQLTEKGTTPNHLFGLAANRA
VALARQHRQAGDEELCNLLKVLRTAARQNDSHHDMFRRVGVDMLSELTIPQTFKDVTDQPALWRLVLNMRSPRDWRQTQP
AVSARQTLAREYEAWRDLTKTPADMAVLFPPAQEPGRRLSKIHTLANLLAIVAPSDQEELLVLIQEALSVYDQLCDERWT
VYSLHKFASDILPSNPWVASLPATLETWLTEPLSQVNDSNRWNTAENILKESRDLLTALHQRANSHTFRRMLATEMASVH
SSYTPATPSASDASETNESNENDDSGLSETTTSTSTTAASPSPPPSSPSTARADDEQVMTDAKREVEQVLKTADKVKTQH



TRLFNNLRSSTQLSDLHIMWGGLTRAQVEHDMTLLCTIIGHPSEVRTRGPFAQLTKQLISYAEQRHYAQRAEQLNRVLHV
CRPFFVTPVSKLTSAIDAVLDVDDSQTLRHLHTAVQDVQSHVPDDPDVWEVLGEMADAGNLLEFLREQEGDIRHYTASAD
TFGSDAYMATAEQVNAFILLHSFMFPLINADTKAKDLEDFLRLLSQRFHQSQGHAASSSGATSGSASSSASSARQPDRLP
LSQLLRICNQGLEALQLFVNTLSDRGAAARERIRLVVDPSVEGARIVFRCDSLRQTASYHICIRHRSEDIELSERDVSDL
RARACLLSTDQDQDVRVHMQRFRDLVEGVELAMAELKQLAESGHLEEFNCYTHAMAVQGANLKDYRNALQTRLLLWTERL
KEMREHYDVLNIFSNRQLVVLFHALVQPHEHHDEELVQERDQLLLAMLGPHADVHQVSLFVRDGLNSMGACDDNVHRLSE
LLAMLKSLIDAPPPRALRPSGMIDESMLPPFRHAAKHDLVRVLLSEDDRTTAASILAAFTDANLEYLPAQCLFCSEHTRV
AIVRLFLARSQETTDLPFVLVYPELLSIEAQAELKEELTKWGHRCSNPRSSKPFAPAVGEHVPESSRPLPRFTVVCRRTT
RSRLLHGVAGLVDEDLTGHVAQQLLANYALHTREHGAVTVVASEYAQQGKSTFIQQHLARLAGGSNGASDGDDDGDGDSG
RGSGRVGRRGPLRSSMLSRTSQATTATTATTKTGGSGADGGDDLVDDDEGDGDASPALFSSDDDGEDDEFLDASFEFPVP
PSGPVPAGMATTATLPRDAVAGDGGHYCTLLVSGQDTFDVLHDKLSRLPLMDPRVKALYIDVGAALNIEDDLNMHLFQLL
VLRCLSRDDRLWHVPRHVAVYVEIGNTLHDRLSQQLALTTKAPFADEVAASTTQAAPAQTGAPTASFTKEVLGWDANNIH
VPTDTSSPIQRACRYLDLLHRDQLTDVVYREPDLNAMDGIEPTPLSKGDCIRLLTQYFPRLQENHASFGELNTFLLVAAQ
QLPRMLTSVFLRLSELCGWVGRSRSRAHEIRRGMLMAVVNTVQRFAMPSVDAVKDVQHHHQDAAGTVTDDVLRQMEKAIT
WAEMEHWMLCVADDGCVCAFYSDPNSVPPQVRRFFALQRHPLKQMHEYTSQELFVQLKQLLGHKTQAAQNWYAMTPDNLL
KMVLIYIRITNNVPCILMGHAGCGKTSLFHQLAHMCNDVVYERPLGIHAGTTAQDIIDYVNEAIDLGEKLLQDAGCVDVA
VVPQAGVGAGTQGQTNDQTATSATAEQDGDADPNAPGSASTSSATNTRVVSQGNDGDDPQGQTNDQVATSATSATGEQDG
DADPNAPGSASTSSTTTSSASCTSTPVMPAHPVTVWAFLDEINTCEHLELLSDIIVRRRCGSRSIPDNVKIAAACNPYKR
RDRPAPTPGLVTMERQPIDAQSHLMYRVHPLPEAMLPYVWDFGELSAGDERLYMGSMVDGLGLNRDEKKAVVEMLYQCHD
YLRKKTGHIISLRDVKRFCTLFKFFQKWRQQRAPFPSPGPRPRETTIPFMSSKMHAAWLSLIQCYVVRLPEQSKRNELLD
QCSARFRAWKRWGREAILRLLREEQLDMVDRMDRRAPQFQNLAENAALLENTFSIVVSLLNRIPIFLIGKPGNSKTVSMS
LVNNSLRGRDSRDPLLKLYPGITVFAYQGSVEATSEGILQVFARAEAYLDSANHQDVLPVVVLDEVGLTEHSRHNPLKVL
HAKLEPPDGSELRVGVVGISNWALDAAKMNRALHISRPDPSREDLLHTAVTIASNFVTTEYRFYEGPTRACDLPDELQLP
LKGVAFGYHDYMQECKAQNRQPFFGLRDFYSVCKSMCRRMSELNASEGVVATAIIRNFSGTLGGDTVHSDRQLFFTRVQE
QLLQVGWYHADRLAVTLMNASHNTVACIEDNWQDVFARHLMIGSVGRAALSILKTFSSLDTSNALIIRGSQFEADVVSEE
YPYSVLSQIILKMEHGGVLVLVDLDSIYGSLYDMLNQSYTMIKGRRNCTIALGSLSNPLCPVHERFRCVVLMDREKMQTY
DPPFLNRFEKHLLSFTDVLSGDQRDVCTQVENWLTRIVACGQDTSAVTPQDKARAIPCYGDNLVASLLLKHLASMQAAMA
SAGSSKTIKRENIRPSRVVRAKPAQLHVTVTHGWQSEQQQQGMQPGDESWQELLHQQNEGLKMHVPPSYLQQQQQQQQQQ
QQQQQHAGGATGSRFLRASQWRLTPDLAQQLQQRIKHSLIDLMTLEFVVSLTQFSDEDKQRVVDVYTHESSHHSLAGLLE
WLQWFGAPSGDSGGGDGDEQQGASVRKGDYGDYGDGGGYDGDGGAGGHDDDDAATDEGAAEDDDDEMLEKPSKAKKARQQ
PLPAQPLRRLLLVTRTSIFYPFREVSECEIVRVSDIKSERMLSLELREALRRAGHHGTVVVQLLLNEFKHLAMVQEKVDG
LLAGVDRETRGDAGLNGEHTHGGQGCSRVIVCVHMHSKTTSLRKQAQEVAMLQTITASAEWELRYCDDLGSLPSFAAQAL
QQEQHTQHVSGGGDDVGGASMHVPAGPSAPPVVEPTLNLIELCSHSLQDVVLRHDHSLLHYRRLITPDALWWCYSRIDFS
RVPHCQQRARSSIDRLLAALTSQDQEGEQLCMILAHAAALMLDSTTTWVAQLAQQDMKQPSYATFGQRVVRTAREAFLSA
LARIIFSMEQHHFVPDVRQLVPDDATRALLAQLEISPRAYAVLALDALPSTARAFAASTAQHEQPVVDNEGDADDISPAT
TSVLRPVSLRLPETHRWYNSLCALAEALFAEMDAAPTEQTRASHVQGFIARVRDAFSHAIAAGVSTDDVTLDIMDTQDDD
DGDMDDVDDMDEREDDDDDDDDDDDVDELDANGDDDDDGDESGNGFGDMSQVHNAAAVVGPLLLVDWVRYANNHVGANVL
DIWRGLCLCFGDDISITSDEHVFQVLKKLQENEQMLYAFFSLLSIARRSDARGDVLQVALNSINDTNIGGDDADGDDNDA
ESSPGRPTGTSAIVHGICESIALRFIAAITRQQDDDDDEDDDAEDDDDDDDYSGDDDEGEDEANEAMGMVFAARDVMQHL
LALPCDASGGRAAITPQIMARVRLLNAILHAWSRNSDLEVVPLLQAFMHLSLTPAHTEPYAAPVTATATGSPSQQLLRFL
QQSFDEDKPLWSVGSERRRLVSDTVALFSQMLHLNYAEMTAQEQRTTLAQLCRMVTRAAMTFCPICLVTAVNVSTECGHR
FCHQCIVEWAQARRTCPSCRRVLNVANLTPIESEEDDGGAGIGGQTSNHFWLPHVGHAVHTAVLHFAGGHREVHELFQQA
PGPLFEALSAVMSHDNFDATQSPPMLVLAVDVLERFVVERAINGCSLIAILHMEHHLQPCVNAVQEVMSNVGDGMGGISP
AQARDGVVGIAVLRTCVRVIARALLDHDVADLETLTDVLPVLFGGDDDGDGFASGVNDSMSVIQRMRLFLLQLLKQGRSF
AELRTQLHVLPLCSAIVPLVAWYTRVRLHFQGKLARDKVQGEGAMTHAQAVAEMQAAGVEDAQSRFDAFMAAWNRIVAHQ
ALLFEGETMTEDGSVVQDDEAPHGRFECEPLQPFPPMSPAAPLAYSLLSDRGEGSRLYIMLHQLTHVQNQHMDRVVNLCE
PGTAAHRAVQQGPAGQVLVQSVDVTKARPHQVVSVVVDDGVVAHAYAHTALGHGRRTIVNWQAVENMVLQHTFVGKVKFE
RVDPAKCGFLFGQEQGVPFLELCDRLFTAHKQYCRSITPERVRAMIESSNFQPSIHDLRSKLEVLMSQLNDHLLGMGGDA
SGVGNLLCRTTLAEFALMARPVDATSLALLQSCGCHDLAVGQLFALFELVYEQLIFQESRGHTPLEDEADGAIVRDLGEA
QRAERFVPAAVMHTLRRFYITHYAQYQHMGDMPLADFWGSLIEEPVFVMDDLANPQQQLQLPDSLLLRHVVPLYVWLHQL
PQ*                                                                             
>Sros_PTSG_08934                                                                
MGDSDKPVAQPQQQQQQQHDDDGAAPPSLAPSSGPNTPTPSTQSTPTSTSTPTTTTDATPPSSLSSSTSTGTMSTSSSSA
GVTSHQQTGDKKKTPPPVKPKRRQPPVPAQRPRPKAGAQGPAVAHEEGDADADTSAQRARKQKPPTPPRKAKHSDPNPQQ
QQQQPDSSVGEKQTAKTQPPPPPVKSKPKKEADVGATVHEGAVTQQQQPQQQPQQQQQQPQQPQTKPAPAPKPAPAAKPT
PTASKGESAESAAPTPPPRPTKHTPEKTKVTGTGDSATQEPPQPPTAPNDVSSKSVDDDDDDTTQPKGDGDGGDLQGTAS
DCAAHDGDESQEHQQQQTKDGDPKPQQQPQPPQQPSPQPPQQQSPQQPQQHPHQQPPQQQEHPTPPSASKKAKAEARRAR
KEAQRLQLLEMQRQMAELQKQLAETSGSDDDDDDDDDYDDVSVGVGHQQGPMSDQPLPPSTTQAAPSSQPQPIAASASNS
GGGFHRDAEPTDGTATVVVDDDDDDDDADEIDAGATVAGENMAVADKPVHADVKHNHHHHHEGNAADASNGGVDIDVADT
TAVTASYDEYQDHEEYDNDEDDEDDGFGFKTPPNTLKEDGEGQASASTAKTDTPPKLADAASAASAMATSKPTPTHVPGS
KASAQPLEHPLGDGYSSHQEATTQQQQPQQQQQHQPQRQQQQNPQQQHSNSHQQNQPHHPSPQSSSSTPHVPGSKATAPP
GSSPSSSQHQTQSSAMTKFPTNPSAAATTTYHQHDTAAGPPVADAVKQQLKPMRDVKVHVHVMEAPGQIIHMLGSHPVFG



RLDDEDGKEEWMPNAETRLPEQHDDDDNDADDGIADDDDDDDDDGEEFHDARSSPRFGGWSRPKQQGKKGNSKSKGKDKG
KGKKKGKKKGKKKQGERGTKDRAYRYSASGGSRSSRDRYYTKTFTVSVRGPTTILYKLAKYFEDDGVWSNVYRRIRGKGS
LEWQRGRNRELAIKDDKTTHVHVFSDFATDNHHLRAKAIRFFIQRFLRRDSNDGALRALLNIMPMHEVMDNVLSNAPFMD
SLTGHQVLHLLMAVGVTSVVGELQSRQCRPSTRVLIQSALVSDPNTIQLFSASNPNLLRNHLQLLAALINTSTNSTYSYD
RDAGYNDPCFIILVLGLTPNFEAEKIEHRAELPTTNSSSNTNSHHSYSPYHTHAGYNDPCFIILVLGLTPNFEAEKIEHR
AELPTTNSSSNTNSHHSYSPYHTHHHHHHSRAPIEYSEDDILDAADFVQQYHETIHTGGKGANKKKRAAGTSGAYLKYMS
TLPQAPGGQGANKKKRAAGTSGAYLKYMSTLPQAQEHIFDVWLSQLPSIGNDTDHPLATGATKLATSAQLTSDQRGRLMQ
MLMNNASSKICRDMLDSLLTTIPEGITQIKAYTSMWSVVSPAEVEAGMRTWLKEEATETRTMTVDGPDAGTTGASSSSSR
GPRTYASATSHGYHLRSGSSRYAGGSYGYQHHQYQHHQQYQQPRTKTVKELSVCSLIRFATTIEDRLQQQLGVISSMPAG
RAAEVAARMHKFKPIYLLAGDCVEESNVPLVAFFQQLIAASSGDGVVLTVEQTTPNHLFGLAADRAVALARKHRQAGDKD
LCALLKTLLTATHPGSSNHNMFRRVGVDMLSELTTPQTLTDVATRPALWRLVLTSPSPYEWQQTQPAVAARQILAHEYEA
WRDLAKTPADIAQLFPPNQEPGALRDNRATLANLMGIVSPKGVQEPYMLIDEALRARDRLAGESMTVESLHRYLSDVLPT
NTWVASLPQTLDTWQTRPLSQVSDNHRWNGALAVADNGLLHAIHQRAMSYTFRAFVNKQLHTNTDTGVVTTTAAAATTAA
SSGAEGNADGEGDGDNNTNDADNDADADDDDDDGIMFPLFDDDDDDDDADEGGPAIAATAPPPSREAVMAQAKKEVEETL
VKTTDLLAEHARLFSQLSSNTPLSDLHVMWGGLTRAQVEHDMTLLCTVLTHPMNAGTTWHVQELVNQLSSYVDRRHYAQR
AEQLGRVLQVCQDLLQHQSSDLTDAIDAVLAVDDSQTLCHLHTAVQDVQSHVPDDPDVWEVLGEMADAGNLLEFLREQDG
DVRHYTASAEAFGSDAYMATAEQVNAFILLHSFMFPLINADTKAKDLEDFLRLLSQRFHQSQGHAASSSGATSGSASSSA
SSARQPDRLPLSQLLRICNQGLEALQLFVNTLSDRGAAARERIRLVVDPSVEGARIVFRCDSLRQTASYHICIRHRSEDI
ELSERDVSDLRARACLLSTDQDQDVRVHMQRFRDLVEGVELAMAELKQLAESGHLEEFNCYTHAMAVQGANLKDYTGALQ
THLLLWTERLKEMRERYDVLNIFSNRQLVVLFHALVQPHEHHDEELVQERDQLLLAMLGPHADVHQVSLFVHDVLNSMGA
CDDNVHRLSELLAMLKSLIDAPPPRALHPSGMIDESMLPPFRHAARHDLVRVLLSEDDRTTAASILAAFTDANLEYLPAQ
CLFCSEHTRVAIVRLFLARSQETTDLPFVLVYPELLSIEAQAELKEELTKWGHRCSNPRSSKPFAPAVGEHVPESSRPLP
RFTVVCRRTTRSRLLHGVAGLVDEDLTGHVAQQLLANYALHTREHGAVTVVASEYAQQGKSTFIQHHLARLAGGSNSAGD
GDGDGDGDSGRGSGRVGRRGPLRSSMLSRTSQATTATTATTKTGGSGADGGDDLVDDDEGDGDASPTLFSSDDDGEDDEF
LDASFEFPVPPSGPVPAGMATTATLPRDAVAGDGGHYCTLLVSGQDTFDVLHDKLSRLPLMDPRVKALYIDVGAALNIED
DLNMHLFQLLVLRCLSRDDRLWHVPRHVAVYVEIGNTLHDRLSQQLALTTKAPFADEVAASTTQAAPAQTGAPTASFTKE
VLGWDANNIHVPTDTSSPIQRACRYLDLLHRDQLTDVVYREPDLNAMDGIEPTPLSKGDCIRLLTQYFPRLQANHASFGE
LNTFLLVAAQQLPRMFTSSFLTANTLQNFMELAEERAQEIRRGVLTAVVKTAQRFAVPSVDAVRDAQHHHQDAAGTVTDA
MLRQMERAITWTEMEHWMLCAANDGCACPFYSDPNSVPPQVRKFFEVQGAPLKPMDAHSSEELFVRIKQLLGHNKNTEQG
QYAMTPDNLLKMVLIYIRITNNVPCILMGHAGCGKTSLFKQLAHMCSDVVYERPLGIHAGTTAQDIIDYVNAAVDLGESL
LQDTGYADVTVVPQAGDGAGTQGQTDDQAATLATGEQDGDADPNAPGSASTSSTATTPAAAPSAVAIAPQRNNVTVWVFL
DEINTCEHLDLLSDIIVRRRCGSRSIPDNVKIAAACNPYKRRDRPAPTPGLVTTERQPIDAQSHLMYRVHPLPEAMLPYV
WDFGELSAGDERLYMGSMVDGLGLDQDEKNAVVEMLYQCHDYLRKKTDHMISLRDVKRFCTLFKFFKKWRQQRATLPRTR
PRERKTILRGLSENMHAAWLSLSQCYMVRLPEDNKRNELLDQCIAHVGARHKRGRDGLSQLIREEQLDMVDRMDRRAPQF
QNLAENAALLENTFSIVVSLLNRIPIFLIGKPGNSKTVSMSLVNNSLRGRDSRDPLLKLYPGITVFAYQGSVEATSEGIL
QVFARAEAYLDSANHQDVLPVVVLDEVGLAEYSRHNPLKVLHAKLEPPDGSELRVGVVGISNWALDAAKMNRALHISRPE
PSRKDLCKTAMTIAKSFIAKEQNVTNVGDVWNHNLPLPLQTVLKGVAYGYNAYMRQCKAENRQPFFGLRDFYSVCKTVCR
RMDELNASEGVVATAIIRNFSGTLGGDTAHSDRQLFFTLVQQQLQQVGWYHADRLAVALMNASHSTVACIEDNWQDVFAR
HLMIGSVGRAALSILDTSNALIIRGSQFEADVVSEEYPYSVLSQIILKMEHGGVLVLVDLDSIYGSLYDMLNQSYTMIKG
RRNCTIALGSLSNPLCPVHERFRCVVLMDREKMQTYDPPFLNRFEKHLLSFTDVLSEDQRDVCAQVENWLTRIVARGQDT
SAVTPQDKARAIPCYSDNMVPSLLLKHLASMQAAMGSGGTNLAGIGGGGRGSSTSAVAATPTAPSAPGEATSAWQSQEPG
DESWQELLQHQEEELKAHVPPSYLQQQQQQQQQQQQQPAGGATGSRFLRASQWHLTPDLAQQLQQRIKHSLIDLMTLEFV
VSLTQFSDEDKQRVVDVYMHESSHHSLTGLLEWLQWFGAPSGDGDGGGGDEQQGASVRKGDYGDYGDGGGYDGDGGAGGH
DDDDAATDEGAAEDDDDEMLEKPSKAKKARQQPLPAQPLRRLLLVTRTSIFYPFREVSECEIVRVSDIKSERMLSLELRE
ALRRAGRHGTVVVQLLLNEFKHLAMVQEKVDGLLAGIDRETRGDAGLNGEHTHGGQGCSRVIVCVHMHSKTTSLRKQAQE
VAMLQTITASAEWELRYCDDLGSLPSFAAQALQQEQHTQHVSGGGDDVGGAAMHVPAGPSAPPVVEPTLNLIELCSHSLQ
DVVLRHDHSLLHYRRLITPDALWWCYSRIDFSRVPHCQQRARSSIDRLLAALTSQDQEGEQLCMILAHAAALMLDSTTTW
VAQLAQQDMKQPSYATFGQRVVRTAREAFLSALARIIFSMEQHHFVPDVRQLVPDDATRALLAQLEISPRAYAVLALDAL
PSTARAFAASTAQHELPVVGDEGDADDISPATTSVLRPVSLRLPETHRWYNSLCALAEALFAEMDAAPTEQTRASHVQGF
IARVRDAFSHAMAAGVSTDDVTLDIMDTQDDDDGDMDDVNDMDEREDDDDDDDDDDDAFMHLSLTPAHTEPYAAPVTATA
TGSPSQQLLRFLQQSFDEDKPLWSVGSERRRLVSDTVALFSQMLHLNYAEMTAQERRTTLARLCRMVTRAAMTFCPICLV
TAVNVSTECGHRFCRQCIVQWAQASRTCPTCRRVLNVANLTPIESEEDDGGNGTGGQTSNHFWLPHVGHAVHTAVLHFAG
GHREVHELFQQAPGPLFEALSAVMSHDNFDATQSPPMLVLAVDVLERFVVERAINGCSLIAILHMEHHLQPCVNAVQEVM
SNVGDGMGGISPAQARDGVVGIAVLRTCVRVIARALLDHDVADLETLTDVLPVLFGGDDDGDDFASGVNDSMSVIQRMRL
FLLQLLKQGRSFAELRTVLVALMDYLPWADSLQWPDLDQQPVLFIPFSVVDAAEERRQWRRLRAAATRPAQAAAFELGPR
AMATLMIRLHMRQCDATFRDAVVGQPALTTHDAAAEIAPLLTVLPSADVWTRGAPDGFTPAEQEAFVRRMQHTRVLVLRL
ACNVLDASLEGRRAGFLDTIVRSPEQCAQMFIPAAADDDTLAALSAVQDKTRFYRCPCGEPYVVGNCGQFNGSGRCARCG
QAIGRGAQNQGAVNQQGPMQQQQRGYVPLPLQAFQRGAQPTRGLPPRAAAVLDLLVHAGLLAAAAQGKVDAVREVVGTKL
PHIPENSNTADVCYALLRRLVSVYERLETTVAADTRAAVRTMVLQHTFVGKVKFERVDPAKCGFLFGQEQGVPFLELCDR
LFTAHKQYCRSITPERVRAMIESSNFQPSIHDLRSKLEVLMSQLNDHLLGMGGDASGVGNLLCRTTLAEFALMARPVDAT
SLALLQSCGCHDLAVGQLFALFELVYEQLIFQESRGHTPLEDEADGAIVRDLGEAQRAERFVPAAVMHTLRRFYITHYAQ
YQHMGDMPLADFWGSLIEEPVFVMDDLANPQQQLQLPDSLLLRHVVPLYVWLHQLPQ*                      



>Sros_PTSG_09518                                                                
MADADDGIRVSAAVADSAHRRRRRTRTRPVQGQETEEEGAEPVIVLDEDDDDDDDDDDAGDAADGNEGDAGDDNQTATDS
EFSCNICLDAVSDPVVTRCGHLFCWPCLHEWLRRKPDCPVCKAGVTQDSVIPIYTASNKTDPRTKQHPPRPQAERAPPVQ
NTNPFGNFMNGMFGPGQANANFNAQFFVGVPPFGGFHMNVGGADLTPEQRRQQQAALQWFLLGLFILFLVLWL*      
>Sros_PTSG_09553                                                                
MPTHQHLNSILLSSVQRNDLLHVRLILAQGANPNATNTCGWTALHFAAELPRRTAILFALLHAGARVNSICAYTGQTPLH
VASIAGNLPAVKLLLNCGADMFLRDFNNQTPREVARPSSLLRRVVLGPTAYDYLTALEHTMLVVSPNALRHHPPNPLQAG
RSPAVRRQQHQQQQRQFRQPRHHHRRGTQGGSDGDDRRQLLQDPGTPNMVHRAALPAPTATTTSATATPATVTTADAATS
TRAGGVTIAGTTNDGNQQRRRRRVRVFGRWLPFGGTTRQDAQQALTPTGDADEDEDSNHVELQPAHLIHQHQQQQQQQQH
GRNGAGNGTGGGDTGIVRRSRCSFGWRRRSSSSNNSNSSADHRDTSKCTGKRGRICQNKLQAGRADGRIKLTPSQVAQLA
TALECGICLDTMEDPVTLPCGHSFCGHCCQQLVSSTRARYFSCPLDRSKFPRHMPLGTAVTLRNVVACINRHKSVTTCL*
>Sros_PTSG_09665                                                                
MDRRRRLRHLCACLFDAVKNADDIYVRLILAQGASPNIKDSRGWTPLHWAAIHPRRAIVLNTLLGSGARVNIRCSRTGKT
PLHVAAEAGNLPAVKYLLNHGASLTVRDSADRTPSAAARVPTALQRITRKPTAKRFLENFERMLRCDEESDQHQTDTRVP
QQQAGQPTASSQEGALPATSPTTAASTNQAIQHTQLTHHIQQQQQQLQQQAVLAPTPRRQVQVARARTSLGASGGNNDNN
DNSSSDNDDDDDDDDADDNDEGESASTADTGRNSSTCAPARSVTSECGGDGDMDEAGNCGGDDEHQHMQHKQQTLTPLQA
ELGDALRCSVCSHLLVDPVTLPCGHALCAGCCQRLMRTSSLRRSGRGRKFACPLDNSKFSRDMALSISVQLRTVLSILSR
ST*                                                                             
>Sros_PTSG_09837                                                                
MDVNDNMMHKGSTPSSSLSPSAPPSSFSQFGGPTPSAPSGKDTRNRGRRNQQQQQQQQQQQQQQQRKQQKREQKKKGDGI
APTARGLRPANASSMASPREPQTKPPKSADDSADSPIDPLASAATATTTTATSSAKKNKRKNKKKKTKAPFPHPHHQQQQ
QGRGGSGGVDVVTSSGGRKASASDLLGFVYETRGVSARSLRQHLSRARWSEEVREARRRPKYVEPLTKEQYIQATCRFYV
RQAVNCSACYLDPDEPIDWNIIEQVVMRTRGRQSCPICLDPPVAAKITRCGHVFCWSCILHHLTTTTRGFNNCPLCEDLI
DPRDLKSVVLVHVHHPATNATMALDLLCRTSTSLLVVPSSVRPPHRSIGPADVSALKLRCPEHLKVVPLTDAELLLNVLQ
REARELTADTVDSDDAFVQSARARLLQRWRLCDPHLPTHANVHDIAALAFETTTAPKAEEGKRSGDARMPTQLLPVAPWE
DVERMRAEHARDHGRTTDRDVQQPAASTTTLARDAAVGERKGRHEHTAEKAVPVAMAHKLNPQAEEYVPSSLLPPPSLQS
TVTHHNDTDTTNGDGDGTRGDSGNDGTRGTGGHGDDAQCSSESSLPPHWREPLPPTPGATQPPSSSSSSPPAPSSGVGAA
AGVDDAVFFYQSSDTQPIFLHPLNIKCLIKEYGSLAACPATIRGRVVEVSTHALDSSTRSRLKHLAHVPLRTSYELVELD
LHHLLSADTRAQFSGDIQRRQQRRRKRRAAENKMAREIETRQREDLQRFMHEYAVPADDVRVEDLKDFLPQPQERPVHDD
DDNARHAASRFSSAVSRGIMADAPVLSAELFSSSPKKRQQQHGGGGGGDDGGDGAKKGSVWGKPHRNVSAPPATAWDAET
TSTAASSAQQRVRAKGPRLRTAAHSPMERRSHVIGGDGGVQQSTDSEDAYDLEEAYAPRNYSDSVLQDWGAWTATMQSSP
SSSSSSSSRRKGKKSKKKQLLFSTSRPGQ*                                                  
>Sros_PTSG_11982                                                                
MDERAEKVDGLTEYEQQRQPQKVISDGRSVSVPIHIFNEEVRCPICLGLIENTYTAMSCLHRFCAECIQKCLRLGKKECP
TCRAPLASRRRLRRDDMFDQIISTVYPSRDIYDEQQSALVDKTLESSNRQFLVRAMVEGMMHQAKARQRAKGAGQIKTLG
RNLHQDVNVAVMAHPRIIEASLQLQLVSKDVPLNHSYLNTTPEITGAVLKKFLAKDCAHHPSTPLELTPEDLHLAFESKP
IDDATCLATLTTWSPATSVEIEVSRRV*                                                    
>Sros_PTSG_12430                                                                
MWGVDTGTGGARMTTRRTRRERMVMVREAEAQQERQETPSKEKEEKDEGGGDGDGGSDGVAERERENPEKKAHRMQPNRM
QVQEGERVLNRLGRGKTWARRIGYIDVQLERPSRSASCHHSCDDDGIISGFEGLAHAIQQQQQQQQQQQQQQQQQQQQQQ
LITCTHNSSTQRAHALIESLRLLADPMTNIFQQPLVRCVLGTCTEPSKTIEYIHVQPSDTADNLDIRIHVYFCPAIFHIY
VDSDLQYVMEHLTLTGSKIPTASAEEVTISPAQATSSSSSIAAAANTQQTGTKKARQKELTDWAELMIRVLPTVADDDSS
GSPHDAATTSAAPTPTGNSSSSHSEANPTTAQASTQPGQSRMLAWMQAREDREQQPTLNAFLWEKHTTAPSDPAHPASCL
QFSYCPLLGGATRDKLDCARGGVVMHDMGVTTVLDAVTLIHNAATLDASSQAARPSSTLIVVSESFFPRWRNELAAVTAP
RRLNTYHLHHSPQSPLAMDALQHLTPSDLSTYDVVLASFRALAMHRTGLLPRWHRVIVDTTATTAAVHQLLNDVADIEAD
VRWVFVETHQPMPLHTSLAVLRFLHVEPWYSCMESPAMFWKSTVAKLWHEHSEDVIYLVRGLFQSLGVRRCSHVEGGGDG
HEGKRAEHAMQTVIIPVSFSDASERYVYKTLEFEAQKLLPGKVLPLMRTFTSALRHAANAVASVNLHHLLLSTRQSASHV
RHRDLCLYLAQHVGGTFTEWRARLDRCVYDVETALRRQGHSAVETKAILAKVPSLLLGETASECLARASVFLPQRLFDRA
LKVFVHLSSSDCLNKAREEQQHALQVVAPPPPPPTTTTTSATSATSAAAEAATTAASAHATNNGNRNACSLCAEELTCPV
CLEVCQQPVLMPCLHFLCHNCIAFLFSTKTHADTAVKCPVCKNIFKANDCTQILAEASDEVNIRCHQRPKQSRLIAPEAT
LHSVLTVLQDELVNNQFPDELGGLTVLWDGRPANLRVFTQDPRFFCLLLSTAHLPRLPAFVPVCAVIEVDWISDHRHRSR
VSDRFGAKRTPPVTLYRLYTKDTIEEREAKEQPPSQHLRRVDKAERMARLLHCPSVLAPQPPLAPPPTTAVSSAGE*   
>Sros_PTSG_12744                                                                
MSSGKSSLGGGAMRATLRRKNTEMVAPHAAASGSAQAEVELVPTSPSLPRVRVRGGPADPICIGRSEACDTTIENPYLSG
THCHLKLSDGKLFLKDTSSNGTQVEGKLVQRDAWTEVKRGDEITLVTETPTTAAVSFLARYRRTPQATAPQQADGNTEEE
EVEELERRAPAADVEDAPPAKKSKTEHPSSVQGGDGGGGGDDEAPSGATTATTTASTAPATAEERGGSGDAMVTTADGDG
DDADDEEGHIGAGGHENDQAASTATATATTAPATTATATAGTIGTSSTLTAGASDSDTTTTATAGTTAATAGTTAATAGT
ATTAVSSNGGEEEEEEDDMEENLLCSICRDVLHDAASLLPCLHTFCAGCCSQWLTSNSTCPDCRVNVRKMRRNHLVNNLV
GVYLKSHPDKKRDAADIATLDAANQLKVRGKDELRFSARRRGWRDDDDYDDDDDDDDSNDDDDDGDFDGGRGGRVGRYGV
RIGGFGMSFSFAPAPVALPPPRCAACDDASTNVMNFRCSGTGAAHMQCTCCRTYFPHRDLIAPSTTTTTAAATTTSTAAT
TTTPAATTATTPGATTPPVPASTGDDGDGDTTSSTTTGPADGDGDGDGDGGASSSSPPPSSTTAAAVSTPPPPVHCALCS
RPFCNLFWTRGCRGPCTALGGCLRPLQDLTLVSSDLTAFINRNTYESQVMRDYLREKGMTPRDLLLTCIDRAASGALTAA



AIGPVSRSTPTCRQCGLRVFNALAYEYRKALPASDLPRSAQVTPSGETRANCWYGYQCRTQHNRPHHAVRFNHPTHRPLG
PYGPSNSSSPSAPRAPPYPGTGHAPPSDPSSVRYPNQEAWQRYYQHFNWTKWWEMQHKSNLAWHGHGRHPYPSHPGQYPV
KPQSPQPTPPPPTSTAAATYTAASTTDGNNGHHRTRWQDWRWLTGFFISVGCIFALTVGIFVFVFRRLPSSSTPANRSNN
EHMQLLAEIAQYDDPVFMPATKTAASGPAAPVNPAPPYDVNTAAGTTHTISISISNGNSNSNSTDSDSEACFQGLVTADH
RHHDHHQQRDHHHHGHDSASSSEVGCSSSPWSSSIAHSDPATAASNSSADHSSPGQHSHSHSTGSVVIAMDDTPYNSSSS
QQQQQQQQQQQHASLLPLLPLDQTTREQKQTNSQAMALPTYFRTDDADIPTISTSSCSGAANPSSPSPISPAAVWSRLYS
LMTALWPAAATTSSSSPTHQHQHQHQRQRQHHSHISGGGRGGGAITADVAQYRRLLQHLYPRHLLDRAHAHRVLPLRTAV
LLGDVDQLSALLEDTPPSLLAATDAAGRTLLHEAVLSRSGLDVALIAMLLRHRCPTEVPDLHGRTPLLCACELSKPAAVR
AMAAGGADVNARDAMQQTGLMIACARNDADVASALLTAGADSALADGRGYTAMHWCCATGAVEAMTRLSAFTSRLVEVKT
GAGDTCLHLAAREANEAVIKVLMGERASVRAVLLTSVNAFGQRAEDAAAAANHHAIARHLQQHRVALEQDVLCGRMSLKD
RAPRRRRHASTPAGDGEDDGDAGRHLSTTRPGSKVGRAMYMRKHRHRHKVISQLRETRVRHLEGEGAAIAAAVAALKADR
HSLMQALAAVSPEHLQRLKGRKARPAKRRALALVKTNGSAAPLSPPLAPPLAASVAAAAHGNRATKANRRRSLSGAAFV*
>Sros_PTSG_12821                                                                
MTTGTYHQVVHYHHYHHYHNYHHHHHHHSFLHSKPQPDQQQSPQPQQHPHQQPHQQQEHPTPPSASKKAKAQARRARKEA
QRLQLLEMQRQMAELQKQLAETSGSDDDDDDDDDDDDVGVGVGNQQGPMSDQPLAPSTAQAAPSSQPQPIAAPASNSGSG
FHRDAEPTDGTATVVVDDDDDDEIDADASVAGENMAVADKPVDDDVKHNHHHHHHHKGNAADASNGGVDIDVADTTAVTA
SYDEYQYYDHGEHGNDEDDEDDGFGFKTPPNTLKEDGEGDGQASACTAKTDAPPNVADAASAAGAMTAPKPTPTHVPGSK
ASAPPLEHPLGGGYSSHQQATTQQQQQQQQQQQHQPHQQQPQSSSSTPHVPGSKATAPPGSSPSSSQHQTQSSAMTKFPT
NPSAAATTTYHQHDTAAGPHVAGAVTQQPKPMRDVTVHVHVMEAPGQIIHMLGSHPVFGRYYDEDGKEVWMPNAETRLPE
QQDDDDNDADDGIADDDDDDDDDDGEEFHDARSSPRFGGWSRPKQQGKKGNSKSKGKDKGKGKKKGKKKGKKKQGGRGTK
DRAYRYSASGGSSSSRERYYTKTFTVSVRGPTTIPYKLAKYFEDDGVWSNMYRRIRGKGSLEWQRGRNRELAIKDDKTTH
VHVFSDFATDNHHLRAKAIRFFIQRFLRRDDNDGALRALLNIMPMHEVMDNVLSNAPFMDSLTGHQVLRLLMAVGVISVV
GELQSRQCRPSTRVLIQSALVSDPNTIQLFSASNPNLLRNHLQLLAALINTSTNSTYSYDRDAGYNDLCFVILVLGLTPN
FEAEKIEHTAELPTTNSNTNSHHSYSPYHTHHHHHHSRAPIEYSEDDILDAADFVQQYHETIHISADTMMWLAARAIPAQ
LSHEDALSFAATHPAGKVLSEHDPGKFGRVVRTALTNTGGKGANKKKRAAGTSGAYLKYMSTLPQAQEHIFDVWLSQLPS
IGNDTDHPLATGATKLAKSAQLTSDQRGRLMQMLMNNTSSKICRAMLDSLLTTIPEGITQIQAYTSMWSVVSPAEVEAGM
RTWLKEEATETRTVTVDSPDSGATGASSSSSRGPRTYAAATSHGYNLRSGSSRYAGGSYGYQHHQYQHHQQYQQPRTKTV
KELSVCSLIRFATTIEDRLQQQLGVISSMPAGRAAEVAARMHKFKPIYLLAGDCVEESNVPLVAFFQQLISASSGDGVVL
TVEQTTPNHLFGLAADRAVALARKHRQAGDKDLCALLKTLLTATHPGRSNHNMFRRVGVDMLSELTTPQTLTDVATRPAL
WRLVLTSPSPYEWQQTLPAVAARQILAHEYEAWRDLAKTPADIAQLFPPNQEPGALRDNRATLANLMGIVSPKGVQEPYM
LIDEALRARDRLAGESMTVESLHRYLSDVLPTNTWVASLPQTLDTWQTRPLSQVSDNHRWNGALAVADNGLLHAIHQRAM
SYTFRAFVNKQLHTNTDTGVVTTTAAAATTAASSGAEGNTDGEGDGDNNINDADNDADADDDDDEIMFPLFDDDDDDDDA
DEGGPAVAATAPPPSREAVMAQAKKEVEETLVKTTDLLAEHARLFNQLSSNTPLSDLHVMWGGLTRAQVEHDMTLLCTVL
THPMNAGTTWHVQELVNQLSSYVDRRHYAQRAEQLGRVLQVCQDLLQHQSSDLTDAIDAVLAVDDSQTLRHLHTAVQDVQ
SHVPDDPDVWEVLGEMADAGNLLEFLREQDGDVRHYTASAEAFGSDAYMATAEQVNAFILLHSFMFPLINADTKAKDLED
FLRLLSQRFHQSQGHAASSSGATSGSASSSASSARQPDRLPLSQLLRICNQGLEALQLFVNTLSDRGAAARERIRLVVDP
SVEGARIVFRCDSLRQTASYHICIRHRSEDIELSERDVSDLRARACLLSTDQDQDVRVHMQRFRDLVEGVELAMAELKQL
AESGHLEEFNCYTHAMAVQGANLKDYTGALQTHLLLWTERLKEMRERYDVLNIFSNRQLVVLFHALVQPHEHHDEELVQE
RDQLLLAMLGPHADVHQVSLYVRDVLNSMGACDDNVHRLSELLAMLKSLIDAPPPRALHPSGMIDESMLPPFRHAAKHDL
VRVLLSEDDRTAAASILAAFTDANLEYLPAQCLFCSEHTRVAIVRLFLARSQETTDLPFVLVYPELLSIEAQAELKEELT
KWGHRCSNHRSSKPFAPAVGEHVPESSRPLPRFTVVCRRTTRSRLLHGVAGLVDEDLTGHVAQQLLANYALHTREHGAVT
VVASEYAQQGKSTFIQHHLARLADGGSNGAGDGDGDGDGDGDSGRGSGRVGRRGPLRSSMLSRTSQATTATTATTKTGGS
GADGGDDLVDDDEGDGDASPTLFSSDDDGEGDEFLDALFEFPVPLSGPVPAGMATTATLPRDAVAGDGGHYCTLLVSGQD
TFDVLHDKLSRLPLMDPRVKALYIDVGAALNIEDDLNMHLFQLLVLRCLSRDDRLWHVPRHVAVYVEIGNTLHDSLSQQL
ALTTKAPFADEVAASATQAAPAQTGAPTASFTKEVLGWDANNIHVPTDTSSPIQRACRYLDLLHRDQLTDVVYREPDLNA
MDGIEPTPLSKGDCIRLLTQYFPRLQENHASFGELNTFLLVAAQQLPRMFTSSFLTANTLQNFMELAEERAQEIRRGVLT
AVVKTAQRFAVPSVDAVRDAQHHHQDAAGTVTDAMLRQMERAITWTEMEHWMLCAANDGCACPFYSDPNSVPPQVRKYFE
VQGAPLKPMDAHSSKELFVRIKQLLGHNKNTEQGQYAMTPDNLLKMVLIYIRITNNVPCILMGHAGCGKTSLFKQLAHMC
SDVVYERPLGIHAGTTAQDIIDYVNAAITSATTAAATGAAGNPVWIFLDEINTCLHLDLLSDIIVRRRCGSRSIPDNVKI
AAACNPYKRRDCPAPTPGLVTTERQPIDAQSHLMYRVHPLPEAMLPYVWDFGELSAGDERLYMGSMVDGLGLDQDEKNVV
VEMLYQCHDYLRKKTDHMISLRDVKRFCTLFKFFKKWRQQRARLPRAERRERKTVLGGLSENMHAAWLSLSQCYMVRLPE
DSKRIELLDQCIAHVGARHKRGRDGISQLIREEQLDMVDRMDRRAPQFQNLAENAALLENTFSIVVSLLNRIPIFLIGKP
GNSKTVSMSLVNNSLRGRDSRDPLLKLYPGITVFAYQGSVEATSEGILQVFARAEAYLDSANHQDVLPVVVLDEVGLAEY
SRHNPLKVLHAKLEPPDGSELRVGVVGISNWALDAAKMNRALHISRPEPSRKDLCRTAMTIAKSFIAKEHNVANVGDVWN
HHLPLPLQTVLTGVANGYNAYMRQCKAENRQPFFGLRDFYSVCKTVCRRMDELNASEGVVATAIIRNFSGKLGGDTAHSD
RQLFFTLVQEQLQQDNWQDVFARHLMIGSVGRAALSILKTFSSLDTSNALIIRGSQFEADVVSEEYPYSVLSQIILKMEH
GGVLVLVDLDSIYGSLYDMLNQSYTMIKGRRNCTIALGSLSNPLCPVHERFRCVVLMDREKMQTYDPPFLNRFEKHLLSF
PDVLSEDQRDVCMQVENWLTRIVARGQDTSAVTPRDKARAIPCYSDNMVPSLLLKHLASMQAAMGSGGTNLAGTSGGGRG
SSTSAVAATPTAPSAPGEATSAWQSQEPGDESWQELLQHQEEELKAHVPPSYLQQQQQQQQQQQHAGGATGSRFLRASQW
HLTPDLAQQLQQRIKHSLIDLMTLEFLVSLTQFSDEDKQRVVDVYMHESSHHSLTGLLEWLQWFGAPSGDSDGGGGDGQQ
GASVRKGDYGDYGDGGAGGAGGHDDDDAATDEGAAEDDDDEMLVKPSKAKKARQQPLPAQPLPAQPLRRLLLVTRTSIFY
PFREVSECEIVRVSDIKSERMLSLELREALRRAGHHGTVVVQLLLNEFKHLAMVQEKVDGLLAGVDRETRGDAGLNGEHT



HGGQGCSRVIVCVHMHSKTTSLRKQAQEVAMLQTITASAEWELRYCDDLGSLPSFAAQALQQEQHTQHVSGGGDDVGGAA
MHVPAGPSAPPVVEPTLNLIELCSHSLQDVVLRHDHSLLHYRRLITPDALWWCYSRIDFSRVPHCQQRARSSIDRLLAAL
TSQDQEGEQLCMILAHAAALMLDSTTTWVAQLAQQDMKQPSYATFGQRVVRTAREAFLSALARIIFSMEQHHFVPDVRQL
VPDDATRALLAQLEISPRAYAVLALDALPSTARAFAASTAQHEQPVVGDEGDADDISPATTSVLRPVSLRLPETHRWTMM
TWTTWTSDMDEREDDDDDDDVDELDANGDDDDDGDDDDDESGNGFGDMSQVHNAAAVVGPLLLVDWVRYANIHVGANVLD
IWRGLCLCFGDDISITSDEHVFQVLKKLQENEQMLYAFFSLLSIARRSDARGDVLQVALNSINNTSIGGDHADGDDNDAE
SSPGRPTGTSAIVHGICESIALRFIAAITRQQDDDDDENDDADDDDDDDDDDYSGDDDEGEDEANEAMGMVFAARDQQLH
AATATGSPSQQLLRFLQQSFDEDKPLWSVGSERRRLVSDTVALFSQMLHLNYAEMMAQEQRTTLAQLCRMVTHAAMTFCP
ICLVTAVNVSTECGHRFCHQCIVEWAQARRTCPSCRRVLNVANLTPIESEEDDGGAGIGGQTSNHFWLPHVGHAVHTAVL
HFAGGHREVHELFQQAPGPLFEALSAVMSHDNFDATQSPPMLVLAVDVLERFVVERAINGCSRIAILHMEHHLQPCVNAV
QEVMSNVGDGIGGISPAQARDGVVGIAVLRTCVRVIARALLNHDVADLEALTDVLPVLFGGDDDGDGFASGVNDSMSVIQ
RMRLFLLQLLKQGRSFAKLRTVLVALMDYLPWAGSLQWPDLDQQPVPFIPFSVVDAAEERRQWRRLRAAATRPAQAAAFE
LGPRAMATLMIRLHMRQCDAAFRDAVVGQPALTTHDAAAEIAPLLTVLPSADVWTRGAPDGFTPAEQEAFVRRMQHTRVL
VLRLACNVLDASLEGRRAGFLDTVVRSPEQCAQMFIPAAADDDTLATLSAVQDKTRFYRCPCGEPYVVGNCGQFNGSGRC
ARCGQAIGRGAQNQGAVNQQGPMQQQQRGYVPLPMLAFQRGAQPTRGLPPRAAAVLDLLVHAGLLAAAAQGKVDAVRELV
GTKLPHIPENSNTADVCYALLRRLVSVYERLETTVAADTRAVSGLVHATLNQVMDDATALLSAPMAIHHQRQTFEGAFAA
RVEAVMGEEPQQRGAEFVDALDRHREAASNVLTRQILEHRGADAGAGAGAGAGAGGTEDASGGGADGGADGNDENDDEND
DDEAEAHDDGDGNDGGVSQGAFASCWRLANHPDARALMQAYFNNTTAQQQHPLIHTCTQQLHVLPLCSAIVPLVAWYTRV
RLHFQGKLARDKVQGEGAMTHAQAVAEMQAAGVEDAQSRFDAFMAAWNRIVAHQALLFEGETMTEDGSVVRDDEAPHGRF
ECEPLQPFPPMSPAAPLAYSLLSDRGEGSRLYIMLHQLTHVQNQHMDRVVNLCEPGTAAHRAVQQGPAGQVLVQSVDVTK
ARPHQVVSVVVDDGVVAHAYAHTALGHGRRTIVNWQAVEDMVLQHTFVGKVKFERVDPAKCGFLFGQEQGVPFLELCDRL
FTAHKQYCRAITPERVRAMIESSNFQPSIHDLRSKLEVLMSQLNDHLLGMGGDASGVGNLLCRTTLAEFVLMARPVDATS
LALLQSCGCHDLAVGQLFALFELVYEQLIFQESRGHTPLEDEADGAIVRDLGEAQRAERFVPAAVMHTLRRFYITHYAQY
QHMGDMPLADFWGSLIEEPVFVMDDLENPQQQLQLPDSLLLRHVVPLYVWLSALSCHTGPFKDNLVTQVCPDATVANGFG
LHTSAQGTEGCPQHGVEKPEHRPKRPTPVTGVQKVDVDPQLLHEDLQHSQSATQKPLVFFRHATQPLHASCSERRAPRCD
TKPDRLEEYMEHFCNLNLDPARFARKKRVRDGTGSPIKGTFSKLYRSTFAGHDVALKEVDDVEHRPRLRQVLLMATTMTP
TEAMTELPLQAGDKRVLREVAVLAALRHPNIVTFIGLLHDSQHSTLSFVLSWAENGSLYDYIHVHKKEISDVEKLRILNE
VAAAMEFLHAHDVVHRDLKSPNVLLDASLSAKVADFGLSAFRRPGQSQLSKVIGTELWASPEQLFGHTLRADTDVFSFGC
LAWELWTMIRPWHHVTADNPVARVEKLKEFYRKAEYLPLCEEVQGRRLSATLQELLRGCFQMSGNRIDFSQLHAALKAHF
KAATEQQAEDEDKQKQLMDQQHLLLHGPPNAVWKFPQELLDAVDATKLSTRQSVRIAPLQLGDDAVIIELVHAAGGRTAK
QNPREPFGCTLCRVAITWCDQKLVAFKGALDRNTTRYRGHLASTSHPFAPKYGHDTTTGQATDAEDHALLKRVTHDGVYR
MLDPSLLQHNPPIRIQRVFHGVRSLDAVVGILGGDFVQLQTMDRGWYGAGFYFTPDLDYALAYTGSGCGVEPDNSNVPPD
LSCLNLEPGKSYRIVLACDVMYGNPYPVTHDSLHPAFSKKAKEKPEELPAARWMTFAGQPLVPGHDAHVTVVNFTSGAVK
EVKVFKSHTEWAQSNNKTAAEIVVADPSCVLVRGLLVFEC*                                       
>Cowc_CAOG_00241                                                                
MSHLRGAPELDPDGQDTECDEMDGLDGLLHEHEEDSADREARPLLKRARVGDDRDRRDEQWSRHGCQDAATAAAARASTR
TAHGTFIVSSSSSSSSLGGHGGETDETTLIEEQQRAVSLFSRQTIPATSREPEHEDADEDAELPELSETQDRDDDDDPSE
QQELEQRAMLDSSPSQNIQVVSDSPVVAAVQPEMPTSSAPRRHPLVVFGLSTQPGEPEPPVAVVNRSRREMGRPGSPPSA
AALADEDSAVFHTPVAVRRREHTLRNSLAAGEPDSAAHFRSPAAHVSSPIRRTTATDAAAVHPPGIDFVMQLEQQDPPIQ
PSPARSSDDFQSPIAAMKRPHAQAFAAVPTRPKPAEAARLSPVPHGNSNLAELVQESQTCSICFESWSNSGLHRIVALKC
GHLFGKNCIETWLKSAEKCPECNGRAKKADVRILIAKTLIAIDTTERDRALRHLEDERKERTRAQQSEARATVQSAMFRA
EVERLGKLVSAQREREEELLRRIAALQSQGGQALSHDAAALGTSSTPVRSLFSRCAPVIAATTPVQESSSSSISSSISKA
TVDGSWTPGRVSSSSVGEAALAFGTAEVVVSKCLAAPPSVQSTAIPPPELAETTEKAADDFDEFDVEPGTDALFSRALDD
VTAPKATAALQQSSRSHAADSMAAPPPLNNPPPAGFQYKTTIPVCKNGSGRIAGFDSVNGVLGISKQGNPPFGPGHGILK
LSTIDMTFSHSEFVGIHNDTIRDFKFSERPNSLVLTASADKTVKLSSLKTNSVVLTYQVNGPAWACAWNTDVEHILYAGL
QSGSTLVFDIRNTRGPVSSFSPSKVPIISLHYSSAKNGLTHTTEGASVDHALPSSLLIGTLRGPWICDMPLDASRASESD
GGQLQARPALSEGDLSGSACSWSYVHRETRTWLASLRPSADPTLPRLQLRAGAKQVLLSRSTLLPHPAFSGLLLVAAGDE
ATGQVDLWNATTGERVQTIQARGFAGPVLDVCHFQDSRAHRDALMTLTAKEAHVFVWKR*                    
>Cowc_CAOG_00353                                                                
MGDQPTQPRMASSVLEGVDDDVIVLCSGALTTVASAAALVWWLQRGTAANGGAGRRRRAPIHPQAEQGVLQARANILQHR
RLRRDQVHHGEHASDDDPDTDADEDDDHDADEDDDQNNRNSDRPPSQRGVPEAPPLMQRQGSRRFHEQDDACPICLQQVQ
FAIETNCGHVFCSPCVVEYWRHSAQMQAMQCPNCRQRVTLLLPEFTAAELASAESARHRRHLDEYNRTFADTPRSLLDHL
RDTPQLFRRIIHDLFTGQSIVRLLRLRAFVCMLVCLLYLLSPFDLIPEEVFGAFGLIDDLLVILLILVYFGTVYRAAVVQ
RLVHQQ*                                                                         
>Cowc_CAOG_00824                                                                
MQPAAATLGKREAAVHARQRVLSHSQQLRGRGMEVDSLSAMTAVDHGRQVLDSVRRRRELRTQTYTQLVNDGTVAPVAPK
RRRGAGLMHASASPGMGMGIGMGGGSGGGAAHMSMLDGGDLMLGALPRCPICDQVLRGDMDRINAHIDKCLGQPREAGNA
AAAAAADTNANSGGAAMARLDALDAAAETSNGNAFDTYEWCGQTRVRATALLAQNQGALHILSSSAPPPPSSAASGAHPL
HSGSGLYASTTGTGTEMDVNDQDEDEDLDVDQDDSAVYGTAQFTEHDLEMVNTAGTTATSMTDASGTTASAALSLPAPAG
APADSSSGTAAAVAVAAAGSEQASSASIVMQSLKEMIRDLQTQLASSTVAAHKCLICMEPYTNPAVSINCWHVHCQQCWL
ATLGAKKVCPQCNIITTPAHLRRIYL*                                                     
>Cowc_CAOG_00901                                                                



MSQSSPHSPPPDMLASQADIVRSSQKDRWHIHTLMEELTAAASGAVGTVTASRWQKELALLAELLYLALTTGSGSKTLGE
EYCDIVTVNAKHNPESSAKPSGPPSSRSSRPSRYSEATQAQDHHQAVLSSSSSSSSSAPLTGLHMTDAAPLSSRRRWAFV
FLHALLPYIVDKLLEKLHSVTRPTQPSSARAVARDRVIQSLPFGIGAFLQHIRPFVHRSIPIVRDAIEGLHRAHLAFFYF
TGLYSHITWRTLSIRYIMTRKLDIGESRPSYRLLGLLSSVQLLVTLILWLKPRLAALYASSHATPAHGTNPASVDRMHSQ
TENPVESDDENDRGDEDDDIPASSKCSLCLAARENPTVTPCGHLFCWKCIAEWCTTKPECPLCRQPASLSRLCCIYNYDA
KPVRRS*                                                                         
>Cowc_CAOG_01050                                                                
MSKVARQASNSSSYSDDNYSDDAFDDDDNDDDDDYAMDIEADDEPSKAKDEGFHSEVLMPKDIISTQIQAIEDVNNIFQI
PPSTARILLQFFGWDKERLVERYYDGDQDRLFEEAHIINPHKLPRQDSNTEHKEMTCEICYVDYPRKDMTGLPCNHRFCR
HCWVSYLQSKIMDEGTGEKITCPAHQCPIVADEVTISHLLQGHPEIQARYEFFVAKAFVQGNKLVKWCPAPGCENAVRVN
TVEARPVKCKCGHAWCFGCQQPTHEPVHCPTLKAWLKKCADDSETANWISANTKECPRCKTTIEKNGGCNHITCRSLNCK
YEFCWSCLGAWEPHGASWYNCSRFDEKDSMQARDQHSRSRVSLERYLHYYNRYHNHEQSQKFEQQLFAKVDKKMEEFQQR
GMSWIEVQFLKKAVEVLCLCRQTLKYTYVFGFYLRKNNQAVIFEDNQKDLEMAVETLSQYLEQDMDSATGSASSSSSSSS
SSSSSSSSSAATTAQATSNPTVLADIKQRVLDKSQYCESRRKVLLDHVQDGYEQGVWEFDAAGN*               
>Cowc_CAOG_01142                                                                
MPTCGDLTTDEQREVQLCVSNLKKSIECPICCCSLVDPYSTPCNHQFCKTCILEHEYRSTKDEQEAKRSKKAAAPARCPM
CKQPFTRRALKQSPRFAALVESVTAVIEGIKEDTGGEIQSQRVAITNTTCAFPVENLSQMYPQPEKPHAEPQTVDDSLDA
DTPLATTTTTTTAAAPHHNTRSAQGQGRHASRSNESAAASPRNSAAAATPLRQNSASRAGITRAATRNAPDHDDTDRVGA
SAMSLEEPSEQQLPSLATLLGQPSSERAAASLTTRRSRSLSNAAASPALVAASPRVNASPRIVSPRRGSPRSRSTVTGTD
EQTIPTAAAEPIVAAVTPKPASARQLLQLAKSTTAEPAQPPSAQQQPPIPDPIGKEAALQATTGDSEQTTDSALAPEASL
HSQQQQQPPRLIDPSSSVVILSSLGQAPLASPSASIPPTDPLVGSNNSSRLASSSPGEVLAPNSSVEAAMPSSRGLTRIN
SAFEAPTYSSSSFAPPTLRSPASLSRSDVTSPNNRGGDDELSGSHPMNTQEAIRELNSNMSTVQLIDQLYGQQEPAPATF
KHPSIQPAQSIPSLVPNSLNLPLKYSSAAAPPSAQSPVAPSLSTPLTFEANSPLHSRPQALVRAIPSTRSPVDSIHVVPR
IVMTGLAPEQLMEVRALANLLHGKMLKDFNTTATHLVAACDNSFVVRRTIKFFFAIMTGTWLVGCQWVRACLKENRHVAE
EEFEIRGDINFADHGPRRARLSLQCNEPKLFDGYEFHFHGQHYNYTRENLVELVCLGGARILHTTEELTDRVVAFQDTLA
TEGISLTRKEMRQRSRILIVVDKGCSTRETLSLASSGRVQVVFSDWILDCITDYRLRPLGMYVDESTYDNSQDDIEDNIA
AVAHLYDDDDDDDDDDGDDHGYEATANRSRRFVQASQFQHRAAAAAPCTRPAYTAASQSYTACSSTLVVSVRAEHASVAA
FNCSWKDPRCFNYESCRRCSYK*                                                         
>Cowc_CAOG_01289                                                                
MRMSTIKPCMWMMMMMMMTMIGALSHLRFKALNWHVRLAHVARHATPTPTPPPLGKGLAVLFRATVMMGPSTNSDAVESI
SSDTASSMSDGSESDVEEETEDLLEDDSTTTASTTAPTPPTPATPSPTAATLNRRRQPRGRGGRAAGVSSTDLHPVDPNT
NEVVDTHLSVLEKRYRRFLDNRHERIYLVHPELRTVWTDLDARIAKRAALVPEAAVVAPADKDGPAGPPRMAAPPTLLLR
LLPFQEESLAWLLAQEASDLKGGILADEMGMGKTIQIISMLLASDKHPGHPTLIITPTVAMLQWLSELTKHTAPGTLAVH
VHHKKTGRVTDAADLARFDVVLTTYALLEGDFRRSTYGSVRKAGKVIEPSVLQNVEWHRVVLDEAHCIKDRSCSTSRAAF
ALKSTVRWSLTGTPLQNRVGELYSLIRFMRLDPFSYYFCTQCSCKSLNWSFAGQRSCTDCGHRPMDHFCWWNSEVLKPIQ
RYGGFGPGRVAFEQLGRLMNLCMLRRTKLERAADLGLPPRIVVTRRDMFNEEEEDFYQSLYKESKTRFQTYVDAGTVLSN
YAHVFELLTKMRQAANHPYLVKLNMAPSATTAADSMQVLVCGICHEEAEDAIVAASCRHVFCREDMHLYLSSSGVDKPQC
PVCFRPLTVDMNQPTFEPPNPTGGTAARKKPSIINRMVLDRWRSSTKIEALLEELYRLRADDKSIKSIVFSQYVNFLDLV
EWRLLKGGIRCVKLDGRMSPEQRDNVIKAFSTNPQITVFLVSLKVNPAE*                              
>Cowc_CAOG_02219                                                                
MEFGRSPFSHAASGAADGPPPPLSLSGFVAAASSGNGPDDATDWTMTELRNLDALMRCAVCLEFFNTAMMVTHCSHTFCS
LCVRRHVEADGRCPSCLKATSSLDLKNNRLLDDLVAAFVHARPRLLELQRSSNTTMAMTTGAQAIPSSGSPGVAPPIVTG
SADHHRRPSQTVNTQPASSFVLRSTAHGTAAAASSANAASLGSIAASAAATGTFAPSTGASRSPPSDFDDADYMPSRSAA
QRTITTTTPTTTTTSTYFQARNQNAAPTVPAKDAVACPVCSQLVAGATINVHLDACLNGLEASNPRRVFGSNNAGTPSPP
EVQPPTTRASSVSPSSERRQPLAKPVYNVMTEKNLRKALKDHGLSSTGDRSLLIWRHKEFVLQYNAQCDALHPKPMSWIL
QQVEKEEKHAGKERERDRAQLLERDKEKEKLETLSRLHQQRKLLAPLSDLSRSSTPTTDASTTPTTPGAIFLDATQAAEQ
AAAAAAASAANNSTPVVEQNRGYVQQHASQFAALIQQVRQQKRKLQATSTADSEENPAPEIDDDDDSTGMRKRFHSSTES
TSSTAPVMHSTNAADEAVYAAESPEAAPAPAMVVDDQDEFQFLDDDDVILTQAASVAEATAAVATTALAAAASPSERSSP
AFSDSSNHSPRRRTRRATSSDRALDPPIPTTTRPKRTLSRLRASQEMTP*                              
>Cowc_CAOG_02261                                                                
MSSFDAQQQQQQPVKRLFGGLLNITTRSSSAAASASASASAASASSTPSSVSSASLTSSGLAPSSSSSSSSSLLSLHRAS
SPSSSSSVLGLSLGTLSTTPTSTTSTTSTTTTTSASTAAAVAAAAGSGSGTVLRNFGGVLGSALSSHASSSSSSSSSSSS
GSRPSSNGNPSAGASSGTGLSSTMLIGGGMGFPLSSSLLSAEDSNSSQLSSSSRSLTIKLRPSAASAAASPHSNSATIAS
LASPSPSRPQPISFTGSTGRTIDAGFLGSSRSSMGTPSQASLHSAPDLDATDSGFPGEDGPYPQPQSTPVKPPTTAIGEL
RQAMASRKSHSHIALTLPIQCNICLSKVRRPSVCPNLHVFCGDCLDLWLAVKQACPMCRTPISETQPFRTLHGANATDWQ
TEADQHLAEGGSSSDLPLPDDEELDELLMNEQLGTLPTALLLRDKRAKGSAGNTSLSASVLSWLGEIQSTSSTDLQVRDG
LTHPSTSQPSQLEDRMLLRRTRMSQLHTEYDRDFQILLGLLKQERRARIKLIQQLQDAKASAVSAGTTATSALRLVTLVN
TATPNATGAVTANEKEQLQLLRQIQSSLPAISAAVVAAAATVTPAPTPASASSSTAVRKLDIDDDHQAHSRMEADGDSEW
LWAANADLERDNRNIRRLLVQAKRENLALKDDNQRLSVHKPATNYNTMALQSKVASLELEVERLQKALTKSDEFIDMMQA
ERAAQFGANAPASAAAAPVPSYNELARQKATAQLAVTAAAAAAAEAAAAAASAEAAPSFEAGSPSGADFLSQLLASPAKP
GTHPDDSSSYSSGASGVLSDKSPAGRAAVLAASPSRMRPATRRQMLLQSSSPANFPDPASPGPETRQATKRRYADTEDAL
SSQVAGTPALAQGALDTGKPSGSPRKRLHFSAS*                                              



>Cowc_CAOG_05164                                                                
MSTLSLQAPDLISVRTSISLLSNTTITIPCGHRYCKSCIDECLNRKPVCPCCNTRLSGGVVLQRDHQYDALLEMIQKERK
AADAAHLVRLVETSALCSAPTRAAPIPALLMASDEPLIVIDDPTTLASDSPVHDDADLDSSGAVTELQRVFAKHLARAVS
GYVAQIQESQANKQAELSRISTDLRLRAGMDDAERLKQVAARFDKEVANTIASCDKHLERALYVPVLTKTENVAFNCYLV
RGGVRICIRDLVMSPLDKVSRLIQQIQLRFEELVGDKIMSASADAGLLVCAVDSSRIVSPSTLVVKAEAGETAIPWSGAQ
DTLLRDYSLRPVNALLFTGALTWESECPRLCAKDSFVEGASNITNYYSCGTCKLNWICEPCREACHTGHSTVMTLRAHKP
KFACCYCERGGKCCKTAAHSSR*                                                         
>Cowc_CAOG_05170                                                                
MSTLSLQAPDLISSTMLLEHFTCPICCSLLSNTTITIPCGHRYCKSCIDECLNRKSVCPCCNTRLNGGVVLQRDHQYDAL
LEMIQKERKAADAAHLVRLVETSALCSVPTRAAPIPALLMASDEPLIVIDDPTTLASNSPVHDDADLDSSGAVTELQRVF
AKHLARAVSGYVAQIQESQANKQAELSRISTDLRLRAGMDDAERLKQVAARFDKEVANTIASCDKHLERALYVPVLTKTE
NVAFNCYLVRGGVRICIRDLVMSPLDKVSRLIQQIQLRFEELVGDKIMSASADAGLLVCAVDSSRIVSPSTLVVKAEAGE
TAIPWSGAQDTLLRDYSLRPVNALLFTGALTWESECPRLCAKDSFVEGASNITNYYSCGTCKLNWICEPCREACHTGHST
VMTLRAHKPKFACCYCERGGKCCKTAAH*                                                   
>Cowc_CAOG_05330                                                                
MQANDVSAATTLAPLRRHHAEPQPQQLEAFLDCALCLKALFQPVTTTCGHSYCRNCLASALEYKKLCPLCRAPCFLAPDH
PTNVTLQRIVESFYPDVCKQRISELRQDCKDKKMRIPLFVEEMVQFPFALLSLHLYESRYKLLAQRCNEGGSRVFGVVYL
PKTGSVQSVVGSAGCLVEITLAHETPDGRWYIHAKGVKRFRIESVCEEPGTDGLVYATVRDIDAEADIERMVSGSSSASL
ANASSTGSTAVDGGTFAVAAAPGTPALGQERAPRNAGVSAVAEATLMNVDPRAHPDAEAEMLCLRLRVLLEDYFNSTFWS
RLNLFSALIGPSRRIKSLPESPLKFSYWAAGFLPVSLQQKQKLLDAPTVNERLRLEVEMLREIVHRESRQSNGFLWLLLA
IVVVFVSLYFMRIAASAAALGH*                                                         
>Cowc_CAOG_05935                                                                
MSSARDTHSTSPSPTPTTSQPQPLMAQPQRAHSNNNSNSSSNSRHDAAHPNAPLLSLRGFTGAFDALRELVAFPAFGASA
AAAPATTVASTTMTTTTSTDDVTLPAMSLASTRPVIQLPAPAMSSSAVSSPAAASLMASPFANAAMPPIAMPHDSSGAAA
AAAAAAGTGGNGALHAAASAATSHLQQLHSQLQQALTSQSTPGLGAAYRAHNPATIQRTTSSSRGLGSHSRTPSGSSSTL
PGAGAGAGAGVGGLQAVRLSSNPAASSQNIMHDVHGPFHALSSDSSMFASSHSSIAPLPQQQQQQQQQQQQQQQQQQQQD
LLPEHVEEAGQAPFEPEVPSTRVELQALVRWIEKSVPFFGLLLAVFAYRHKIGLAMVIWLGVFFSNFDATIRRQVTLRAQ
RSKLKLTSTMGWLAINIATCYFLFRAQTPYRSLAFLPPTDNPDFMGTIWLIFLNDILVRYATMMLKCLLIILVGSIPPFK
RKGLYYSLVEHFSQFYRLLLPIPVWYQYFHDDEFGGHVLSSFVTGLYLAFKVSGVVEHASACWHAWRAILRHEVQYGRYA
NKEEVMEAGNQCPICQEETKDPVALPCNHIFCEDCVTQWFERERTCPMCRTTILTAGRALWRDGGTSANLQLF*      
>Cowc_CAOG_06490                                                                
MADHSPAAASSSSSSAAAAWGELEPINANTSAITLSKATVVIGRSDECDAIITNTKKLSGKHCTLMLKDSSAFIVDTSTN
GVLVNGSRIVKGEETKLNAGDSIVIVKDPVEDNQFGYYFKDLLAPPPLPAAQTQVDENEEAAAIPSKRRAEDADDEAAEA
KTNKKPRTDDMEQNLQCGICMEILHDCVSVVPCLHDFCGACYSDWMEKKSDCPTCRAKVTSISRNHRIKNLCESFLAEHP
EKRRPDDEIAEMNARNKITSDMLKPPRRRYDDDEDEDDYDDDEDEDDGSNAGPGYGSSNFPFQPFGFQTICRQCPNAPNP
VPGYTCPPGGGHGRCTCCHQFMPLFATNNFNPHAPQADPNKPQSCEICKRQYCHMYWGCTCNGGCLSKLRNFQFDQAALA
TVVNRNTTESDLLRDYLTSKSLTINDMYKDCITNLDSKKFKLEAPNKDIYPQPLVFGGQPAIPTGDTVLCRTCVVPFLGQ
LAYQYREAIPNSDLPSRPHRPKCYWGSNCKTQVNTPHHASKFDHICKQTRFS*                           
>Cowc_CAOG_06860                                                                
MSEHLRVPVLFCAGPSRMFKKSSQSRPSNLRRRDGDEDEPATAVPSTAAAAAERRVRSQVDDGANDSDEDPSKLKTATKQ
PAADDADDSDDDASSDDDGEDGDDRKAGHVAKRARLVTTGLDAGTSSTLSAASSSDGSKLATPFEAGRQSLEQRNGGPRM
YNEADPVLRKGEATSTGLRGFRAAPMKAAANIRTTVRFDYQMDVCKDYKETGFCGFGDTCKFMHDRGDYKTGWQLDKEWD
EHKKAADSKPKTGAKEVFTRDDDLPFACHICRGDFVNPVVTRCKHYFCEKCALEHAKKSSLCAVCQSATNGMFNRAKDLA
DALKRRQKRQDDSSQKEHEQAMRRSAGNGIANDDEDEIEF*                                       
>Cowc_CAOG_07203                                                                
AFECNICLDTADDAVISLCGHLYCWPCLHRWLELHADRPLCPVCKAGIGRDKVIPLYGRGNTSRQDPRDKTPPPRPQGQR
PDPAAEGPGPRQHPFNAAFNGFFPQVNVGNGVTVTAGFGFFPSLFGLTFSSMPMNGVVPGSGRTLTPLEQQHAALSRMFL
FLGIMIIFALLLY*                                                                  
>Cowc_CAOG_07393                                                                
MLLNVYKSSSREPRDKVDVLAAERRTAAENTELRARLSELEKLTQGGDVGTAFRVSRQQVEELSRQLDSKKQDEDALIAE
MDSIGQSFQDMQEQNSRLLQQLNEKDDANFQLMSERLKASQLQQMLRDEKDIIEGKMAAMQAQVEAQNELLKKFEERERA
IHEQLDVAEKDGLLKIQLIEGFKRKAVDLSAEVQQNNAVLERLKEAHDKLEEALRVKTEQAETLANKELKLVDENNYLQA
KIGKSKKLELKDKTKISDKSESQQYRQLIFCPICRTNVKDTVMLRCFHSFCNECVQKRYDTRQRACPTCAKQFGANDFQR
FYL*                                                                            
>Cowc_CAOG_09060                                                                
MLNPHAATFSFTAAGAQATATRPMQEQSNSSSASSRQEPSSSSSLSMAGRTRHDEANAADDDRVREQGTSRVQHADGQSE
QQDAGGHHRSSQSGAHRQADDSSGDGRLQPRANLTDYANGAQDEQAAQTAAQASLHGAQHGASGSHAKQSTRDTRKQRGG
GQHAQSHNSSHRGAPDRAPHQSQGHGDQRAPRQALAKGQAAPRRGGGAFSSGGAASDSHHPVPSSAGHSSGTSSGNHLLN
FTYGPPVRHGASGAGASYGRHDQRRHHNHHSHHHHATSFSKQQTLQTQCQMLVQSTANTLPFVTDPDALTEWSTIEEVRV
LSGNDETASCPICLCHPIAAKMAQCGHVFCWACVLQYISFGERPWRKCPICFEAIHVEDLRSAVSIAKHTPAVGEMLTLT
LMARDKNCTIPVPVSATAKYALADVYIAGQQEEAIQQHCRVLRITPAQVLDTTIAREKTELMLQYEELVQTSGTADPQLA
FIAMAQAALQQRESQLTALLSVGTLLSAEFSTLSMAPAAPVSVSSSAWSKPQSSVPTSTESAFSDEEDDDQVEQSAAADH



EPIPSSSSSAPAHSHHSSAGVEPDTAYFYQASDGQRVFMHPINARCLMFQNGNSLAHCPPTIRVRVLENEAHIQTEETRK
RFRVLGHLAQATEFVFCEVDLNDMLNSETRRQFGDELAKRKQRRSSRIRQEHQMEKRLEQEARRQHQQALIDTRSLGDFP
APLSMSFDPSQLPALPGAIPAPEPVVAQASTEPKPASYIPPSFAQAAKCGVLSNHDANPHVSWANGRAKTTLLNDDSSRA
APSTNVSWAGMARTPMSGLTALQRSFSPRARSGARNALDGDDSDEEARPRDFRETFAESLWTSLSVPESVDGSAAAAAAA
GTNAPIQDKKAAGKKGKKGATVLFSTGGTRKLH*                                              
>Mvib_comp6154_c1_seq1_fr4                                                      
FLLSSASRDTAGVDLEALMNRFLSAENGQSTEFVESVRRQISSFEDEAPVSAEASVAVNVDDEDLMVVGRDSAQTAGCSS
SGNGGDDATEDAECPICLDRPEKAVILPCLHIGCGECLRPFFHGLGGFAP                              
>Mvib_comp8446_c0_seq1_fr4                                                      
AASNTEVGADKSVSSRHCKLTRSAAGTVHVEDTSTNGSFVNKTRIAKGVATEIHAGDELCISAADPNRRIAFVFQSSGGA
KRALDETQDDDSAHEHKKAKVDDAGTPATTGADGAAATATGGRNNDDDDEEVSETLLCCICREIMHDCVSILPCLHNFCA
ACLSSWLKRDAKDCPQCRGDMQKIGRNHQLSDIIEAFLKKRPSMRRDSAELKEMDAQNTITSEMLRIKSRRRRRRSDSYS
NSDNDYSNDDDEDDDEEEERCQQCPGVPNRVPGYVCSNVNPRHLQCSCCSQLVPDRRADPAAHATMTCCKCAQVYCNPLF
VCRCRAAAQQQGRSPCLTPLKDVKLSPADLATAIVKSRAESARLVAYLASHSLDCTTVFQECLDKVQSGEYSLPLFTVPP
TKDSLFCRRCAVLHLVPPLFYQYRERIKKSDITQLPDCWYGIECRTMTHSAQHADRYNHICPIRKKK*TPFCLFY     
>Mvib_comp9263_c0_seq1_fr4                                                      
LNLFMKLRQRQPATSARRRLRIDSRDGDELICGICLAHITLRGVLPTCDHLYCVQCIEEWSKVSNTCPLCKYRFRVIIE 
>Mvib_comp11601_c0_seq1_fr4                                                     
SEESSLTCPICLCEYVQATDISCGHSFCARCILQHLASAPRSNWKCPSCRTYIVAIHPAFTLREIINRRRLDRDEAPEVI
DDSLETQLRQRTEQLRGEAPAPPEAPPHAGGVHYHGEFRASVPPLAFVGLVSWFFGFEDFSIACMVLFFVHEAYKKFQGI
*LSNKKTEKSTIQKRRASEKLLD                                                         
>Mvib_comp14194_c0_seq1_fr4                                                     
NSKFRTSLLFHSLSYYLALSRVCIPLLPAMGQVLAPQKKELAYKLVTVTPSQFRSDVDELCAICLNFDCGGFNRLLFSIV
DRETFDSVGELWRPLVKIKCDKLDPLGELVSSQQLNLKQFYSVFLHIRTLGASSPSATPSSASSIKQEGGAATASSSASS
SSMTDPLTATRLMDDIALAKAAAAAAGTNSDDGECIICMTERSDSILPCTHSFCFSCIKQWNVTSHTCPVCRTVADSDDA
WCSITRPSDTEIAEYVSESLVAALKSQSSANKDSL*HYTVYHCNIIAITLV*SFFFKKEDNNIMCINFNEKGIIILCRFY
PERMSKQIIQNK                                                                    
>Mvib_comp338285_c0_seq1_fr4                                                    
SQLPIITSGITILPSYHSLTHQ*RIQSSIMQFDYVSANPVDDELLCGICRQPLVEPRELAPCNHMFCDECLQRAIAEKHS
CPLDHRPIEPREDIKDVSKLVVQLLSKPKVYCVNRKHGCDWNGPRGLLLPDHRPQCEHTPCQNATKGCSWTGLSSAVSNH
VDRECP                                                                          
>Mvib_comp3747_c0_seq1_fr5                                                      
DFDQDPLRAVPAPLPQTVLGDDVDTPPTADANANAIGDDDSNDNDNDLSQSDLLSEELPADPITSDDYDTTTNAVAFVTS
ELDTVMNDDFDEAVPDDNDDDADDDDDNVLPDTILSDDVDEIPPSSSTITTHTTTTTTTTTSHDRQPAATQDGFVEDDKD
TETTLSDAERTSLMTRRTALLTELAHINTELGVTGGGSSSDQEESTYECNVCLDEARDAVVTQCGHLFCWPCLAQWLDTQ
RLSCPVCKSGVTRDQVVPIYGRGRPSLSPVTPLTSARPSGTQSQEQPHPNRHILHRLHQHFFTNNNNNN           
>Mvib_comp8823_c1_seq1_fr5                                                      
PSTAIVVEGNLVFDVEIINEFIKCPICEGYMIDPVTICECMHSFCRRCLVGSIYYAQAAPEKKCPQCQEPMKKPDPLESV
RLDRVLESIIFKI                                                                   
>Mvib_comp10332_c0_seq1_fr5                                                     
PFFNFSIITIMSKMSSRTPSNACSDADFSDVGYDEDDDVYGIDCTDDMDEEEEEEPVECLTPEDLISTQLEAIKEVNSVF
QIPAPTARILLQHFGWDKELLLERYYGDYYGSREALYAEAHIVDPSVVVMHLLNASSTYTCEICYMDCLGNEMAGLPCGH
MYCKACWNQYLSTKVLVEGAGSQILCPEQKCTILVDEYTATTLIKGDEALRKYRYFTAKAFVQGNKHIKWCPAPGCENAV
RVSLVEPKTVTCKCGQAFCFGCGQKDHVPVLCATVTRWQKKCADDSETCNWIQANTKECPKCRSVIEKNGGCNHMTCKNL
SCRYDFCWVCLGEWGPHGSSWYSCNRFDEKETQDARASQDQSRHALKRYLHYYNRFSNHEHSTHLEGTLLEKASQKMEAL
QKKGMSWIEVQFLTKAVAELKASRQILKWTYVFGYFLQKSNQGIIFEDNQKDLENATEALSHYLENDKMDGDPAELKQKV
MDKTHYCESRRKVLVEHVQRGYEDNYWNLED*VSGHSRPTNAFHSLSV*IMKQSLLAFKK                    
>Mvib_comp10332_c0_seq2_fr5                                                     
PFFNFSIITIMSKMSSRTPSNACSDADFSDVGYDEDDDVYGIDCTDDMDEEEEEEPVECLTPEDLISTQLEAIKEVNSVF
QIPAPTARILLQHFGWDKELLLERYYGDYYGSREALYAEAHIVDPSVVVMHLLNASSTYTCEICYMDCLGNEMAGLPCGH
MYCKACWNQYLSTKVLVEGAGSQILCPEQKCTILVDEYTATTLIKGDEALRKYRYFTAKAFVQGNKHIKWCPAPGCENAV
RVSLVEPKTVTCKCGQAFCFGCGQKDHVPVLCATVTRWQKKCADDSETCNWIQANTKECPKCRSVIEKNGGCNHMTCKNL
SCRYDFCWVCLGEWGPHGSSWYSCNRFDEKETQDARASQDQSRHALKRYLHYYNRFSNHEHSTHLEGTLLEKASQKMEAL
QKKGMSWIEVQFLTKAVAELKASRQILKWTYVFGYFLQKSNQGIIFEDNQKDLENATEALSHYLENDKMDGDPAELKQKV
SEKKSGWVFVVGDG                                                                  
>Mvib_comp10332_c0_seq3_fr5                                                     
PFFNFSIITIMSKMSSRTPSNACSDADFSDVGYDEDDDVYGIDCTDDMDEEEEEEPVECLTPEDLISTQLEAIKEVNSVF
QIPAPTARILLQHFGWDKELLLERYYGDYYGSREALYAEAHIVDPSVVVMHLLNASSTYTCEICYMDCLGNEMAGLPCGH
MYCKACWNQYLSTKVLVEGAGSQILCPEQKCTILVDEYTATTLIKGDEALRKYRYFTAKAFVQGNKHIKWCPAPGCENAV
RVSLVEPKTVTCKCGQAFCFGCGQKDHVPVLCATVTRWQKKCADDSETCNWIQANTKECPKCRSVIEKNGGCNHMTCKNL
SCRYDFCWVCLGEWGPHGSSWYSCNRFDEKETQDARASQDQSRHALKRYLHYYNRFSNHEHSTHLEGTLLEKASQKMEAL
QKKGMSWIEVQFLTKAVAELKASRQILKVVTEREKKKKKKTGQRKESSPDKKEDKKCVLVCTRDSFWLYCAVDICVWV  



>Mvib_comp10578_c0_seq1_fr5                                                     
GGPRAREFVYEVRGTGEFFESIEASLKRRASELVEEERQRKRNKILEGDSLESTPVSTAGDGVVDVPCDSNDGVQDGSSE
LTGEGATVELAHDNDDEPLLRETESTPVTSTTTTTTTKGGADSHNVDDEEDDDEAEQEMTCLICQDLFVRTVSLPCGHQF
CRGCITQWLAWKSGDARECVTCRATVPENWSMTPCVTLDNLVRRYLKRKDKTRLKEWEEREEKALRVQRQLDELARRVKA
NSKKLLDVTEADWFEDEKEQFQRATRYYQGEPLVEYARLVGLTHSAISQAKRDVLETMCVNALNKRRSEAADISEAELRS
LLLNLIRAT*HKKKCSLCTEQ*KSEKKNIIS                                                 
>Mvib_comp10578_c0_seq2_fr5                                                     
GGPRAREFVYEVRGTGEFFESIEASLKRRASELVEEERQRKRNKILEGDSLESTPVSTAGDGVVDVPCDSNDGVQDGSSE
LTGEGATVELAHDNDDEPLLRETESTPVTSTTTTTTTKGGADSHNVDDEEDDDEAEQEMTCLICQDLFVRTVSLPCGHQF
CRGCITQWLAWKSGDARECVTCRATVPENWSMTPCVTLDNLVRRYLKRKDKTRLKEWEEREEKALRVQRQLDELARRVKA
NSKKLLDVTEADWFEDEKEQFQRATRYYQGEPLVEYARLVGLTHSAISQAKRVRVELCPFDVPLC               
>Mvib_comp11011_c0_seq1_fr5                                                     
IPFVFDYVSATPVDDELLCKICPQPLFEPRELVPCNHMFCGECLQRSLAEKRACPLDCKPIDPLNDIKDVNRVILQLLSK
PKGWEGRLEVR*AHTTAEEPALRPLRVGLCHGNHNTIPVPGRRAGDP                                 
>Mvib_comp11011_c0_seq2_fr5                                                     
IPFVFDYVSATPVDDELLCKICPQPLFEPRELVPCNHMFCGECLQRSLAEKRACPLDCKPIDPLNDIKDVNRVILQLLSK
PKVHCLNRVHGCDWIGPRGLLLGDHRPFC                                                   
>Mvib_comp12828_c0_seq1_fr5                                                     
DDDLDIPSCPVCNGNRTNMPAGFALLVSPCGHSLCGGCVANRFGRSMVSGVCPTCQRRNLRANDFVTSAFEDTLVHAEMR
VRERIVNIYNKPESSFSSLREYNDYLETIEDIVFNLTNGIDVAETEGRVREYEKQNRADIANNKGHTVEEMDKLLHEIEL
EQREHAEQRRLAVEAEKRRADEEVLRHEELLRELADNMDEDATVVTKRFRERELLLKAKKNLQLESEMRESEAQKLAESA
ETDVQHLGVSGRGARKRKRGQNEESERDEEDRYVYESPFQTDSYGPIVPDLDTIERLG*LFISKSQ*ASITPVSYNLNFL
FNHTDTHTHSHTNSLSLPQLCTPHRNAL*VSARRLTCVCRRSALSIFFSVGSF*LCDSLLTAQSS**QQYYYNCKKYSIF
RFLSPK                                                                          
>Mvib_comp12828_c0_seq2_fr5                                                     
DDDLDIPSCPVCNGNRTNMPAGFALLVSPCGHSLCGGCVANRFGRSMVSGVCPTCQRRNLRANDFVTSAFEDTLVHAEMR
VRERIVNIYNKPESSFSSLREYNDYLETIEDIVFNLTNGIDVAETEGRVREYEKQNRADIANNKGHTVEEMDKLLHEIEL
EQREHAEQRRLAVEAEKRRADEEVLRHEELLRELADNMDEDATVVTKRFRERELLLKAKKNLQLESEMRESEAQKLAESA
ETDVQHLGVSGRGARKRKRGQNEESERDEEDRYVYESPFQTDSYGPIVPDLDTIERLGYAHHIAMHSESVRGGLRASVVA
LRYLSSSRSALFDFAIHS*PPKVHNNNNIIIIVKNIPSLDFSLP                                    
>Mvib_comp13154_c1_seq1_fr5                                                     
GEVEVCHQAPGQAVRVVREEIRLLTRELSCSICLELFEHTAITSCNHHFCRECIQECAAQPNATCPLCKKALRRREVRES
SDIDTIVHLVTRLRDAIAEDTGDFDENAPQARGSQGYRLSITPPSDLSQRYPYPVKNVVGEGEEGDEEEEEEQQSVSAPS
TRQTRASAPISPSISGAQVVNAKSKPTAAQSRAERARRRSQAQSFDSSLNEELQSASMSELEQRPRRSARKRRASVEKDE
GDGDEDATVGDDIDGGGKRSRQATPEEKSATPALEKPNDEDQDGHDSGTNNANNANDDVDEDNDDDDDATMGGQPVTPCG
NTQSAFLSRSTPSLDMVSSPLGANTQDLYALLSYKERELQAVQELLQTRGDDNNDDDAEDAAARQRTASVSDDGGGKENA
SCSSRSPSRSPNKRKTSSKLRHRYASVSSSSPPLLFGSPPASPTKTSTTASKTPST                        
>Mvib_comp14795_c0_seq1_fr5                                                     
EVRNALNCVVCLRLSSDPVIFSPCGHGTCAQCVRGIAGSADPARPLSSLRVKCPQCRAPCQVISNFALRAVIQALVESKS
IAVDDEDDEDTVELRRAANFSLDTGTPAEPVPSTLRTLPHQQLARAQLDFAVGSHGDAARRFFFNGEGEEMSRAAKSLEG
ELSVSLTMEGQVATIQGRTADVMAARERLTGIVLKIGTMVEAPAPRNRLLLRRSRISHRYNGSSSHPPDGDASVNGASDD
AEQAAALAEFMMIRRRRAESMWRTLADDGESETAPPREQEDAEAERMRIRQRDMHRRRAESMQRIRPYESIDDGESETPP
SREPPRSDFQPVPRPVDADYTWDMEPPERTSHTLRSELRPTFAEYALDREYQRERQRERERERQLELEPERERQRERRRE
LIRELERERERQRERQREHQREIERSRERLLEYGRRMHRHGHEQNRPYVSRSAHRRSVVTSPPQTHSVLANLPLPPSSDF
TFPPPDDEVMSFLDTMQEGMMPMDTTTTTTTSSANTTTTSAANTTTTSAANTTTTSAANTSNTSSSSNNSNLADSDNDED
NDEGSRVVKCTAFQRSPSSPPTLPQHHQQQQTRSVDYS*EVALLYPYPTFPPNPHFERSPSSCTPREDSPEY*NSRRIHP
FY**NRRRIIKK                                                                    
>Mvib_comp15468_c1_seq1_fr5                                                     
VKVTCCRLASLLAWSYSIMSSSKSPPNFSFDYVSRNPVDDELLCHICHQPLVDPRMLACEHMFCAVCLQSALAQKHACPV
DRKPVVPQEDVKPVASAVLKLLGKAKVYCSNKASGCDWVGPRSNLLTDHLPGCDQTPCAHREAGCSWTGRAQAMAAHVAS
DCVAAPVACPHVRDGCTEKVRRDALEEHEVSCEVGARVHAEAMVREEAERAEAKAAAVREAHERRVEARKALCSRLNPKS
TEVVTMNVGGRVFQTSLATLRGESESVLAQLFASGEVDVRERDET                                   
>Mvib_comp15477_c3_seq1_fr5                                                     
GRVSSSSQSNALSLRPGPVRAASNVRVTSRFDFNPEICKDYKETGVCSYGDSCIYLHDRSDYKSGWMLEREWEEEQRKKR
REALVGEEGRGGDGDGSDDDDDDDGIPFACFICRSPFQRPVVTRCKHYFCERCALRHHKKSTKCHVCGAQTHGMFAPATE
LIDKLKRKQTESE*GLLLHSVQA*PN**QVYPIMQTKNQSC                                       
>Mvib_comp15806_c1_seq3_fr5                                                     
ALTTLSLGNNPLPCTDGLVVLADLRRHWQARKVSLNQLKDTFESPAWLCPVCNEHYAVSMHEPRTVPCGHTFCTTCVERL
VQRKECALCRAPFECVPPVSYLLRDASRHMMLVDFQSCLSQSEKSQRVVQEQLAEPIAVWSEIDREFEQL          
>Mvib_comp266941_c0_seq1_fr5                                                    
AGLPLHPFGWSKERLRARYFENTEEVLEKAGVKLEMVAGYSVPEECEICCDDVDASTVFAPNCGHAFCKGCWQDHLASQI
A                                                                               



>Mvib_comp437410_c0_seq1_fr5                                                    
GALPIPTAKHICPLCQGKIRNPTLLTVSGLVFCYTCIHAHLVRTAQCPVSRLPASSDGHLVRLFLDNAL*SVYQPFVVPP
EIVDHLVRLFLGNVL*CIYQLFLCAS*RPPCTPILQL*LKLSLKLDYSCSVVLYPLLSDFVRHSKYTFCV          
>Mvib_comp6975_c0_seq1_fr6                                                      
GLLPDISKHEQKDSEVEFAVHTLDEIRAFQTREADHVAGIIDIAPEHAATLLRHFTWNKELLIERYMDDPVRVLKEAGVR
LANADGSSASGPVVTTVNNFTCEVCYGEGDDVLSVALRCGHRFCAACYAHYLTQKIRDEGESRRITCMGAKCKL      
>Mvib_comp8718_c0_seq1_fr6                                                      
SLRFSLACPICFDLSFDPVVLSSCGHGMWGTCAAFVGSPKGSCNERLGLEQRHIVCPLCRKKGLISPNFPLRNVLAWYAA
QECGKQEDSVAGGCSEVTSATTLTTLVTTATQKFDNTSTKTEHNEALVATTSIASAADNSGDDTCDSTTPAT        
>Mvib_comp11352_c1_seq1_fr6                                                     
RQRLLQRPLTTSAVDLEPDSPIPGEACSLCLGTRTASTATPCGHLFCWNCIIVWTQEKVCLISMYSICSQT*VIFFAHSQ
PLCPMCRQPAAPQQCCRLFNI*SPDVW                                                     
>Mvib_comp11352_c1_seq2_fr6                                                     
RQRLLQRPLTTSAVDLEPDSPIPGEACSLCLGTRTASTATPCGHLFCWNCIIVWTQEKPLCPMCRQPAAPQQCCRLFNI*
SPDVW                                                                           
>Mvib_comp11505_c1_seq1_fr6                                                     
CHDRIREAFMTRCGHTFCFVCLTQHFDTVRKDCPTCNMPADRESVFPNFALNQILTRHEDVAKRMQNTPTQSPLVRMHST
IITESDMTPREIDDLMGALVAKKRKLEESECLVEAEVLRDFLVHAREQKEQQLMHLSSEIKSLDEDLAVLDTITPDTTTI
AANGTTSVTATSESPQAKRRRFIPSSEQELFPLQRSDTTDLLDDPSSTSAASPPPSVDRVSVKKRRVHSHFDDLLQCYFD
THRRNDGLQRSSRTESMLGSSAPPSSLTLFRKSLTSFTRFSRFQLIASLRYNDLANTTSIVSSIEFDRKEEYFATSGVTR
KIKIFEYGSVLNEKPDVLFPIHEMVCASKISCLSWNKYIKTHIASSDYDGCITLWDAYTGQNITQFDEHEKRAWSVDFAR
SEPTRLASGSDDCKVKIWSTNEAHSVMSLVSKANVCSVAFNPANSNCVAYGSADHHIHYVDLRNPREPLGVFKGHKKAVS
YVKFLNGDEIVSASTDSTLKLWNLACSESVRTFTGHTNEKNFVGLSVSGDFFCVWKRKQLCLFLLQSAVEAVNIT*ICGE
*RSQSVCEFCLLEDRIECCTGSQ*SWHNQSA*ADRVM*KEKHHQSTV*KVE*KVE*NSMNDI                  
>Mvib_comp12032_c0_seq1_fr6                                                     
SLSLGQSWVSSTRTFREPR*SRLKLDICTVDFSLKMSDSSTFNDSATATATEITSLATQVDASLRLSTVDECPICLDEFS
DPVTCPCGHKFCFLCIKGTAQHTEACALCRASIPEEFFKKIPMRTEANSADETTTDTPQKKVFWYYEGRNGWWEYDTRTV
ETLESAFQKGDDSVDVLIAGHMYHVDFKKMLQARKTDRHKVRKVKRETTNSIHAKGVAGIPSASPPSSSASSTPATDQ*S
CLSVAYDLYKLPP***HS*FYYY*KKKK                                                    
>Mvib_comp12602_c0_seq1_fr6                                                     
VDDPSDFPIACVAAVDASLRGSICQEFYTAAMSITRCGHSYCSLCIRRSLGSSKRCPTCGIECSEGDLLNSRALDHTVRL
FCAARDTLLEATAALCAPKPVTVETGVSPATPVKRVRSSATPPASAGASASVSASPESSRSRVSTRRATKRPSPRSLSDD
EYEEKEAQRHDEEGIGGKDDEDEEEGGSSGDDDDFVPSRSATPQQKKKGKGRGEPMKKRARKNANDIVVTVADTDDTTEA
AATADGGPCPICNTFVPASLINAHLDDCLSRGERKDALRSTKPSKPAKQAQLTTATGPRKRSPTSASVGRTTLFPTLDPF
TTTATATTAPVRRKLPKKAYHVLKPKQLKDLLAEAGLSTTGDRLLMEWRHREYVLRYNAECDCARPRPLSAIRDDVRHAE
VLHRATTASAVSAASTVGVGIGGGASASSGAKKLSEAQVEERNRHVLAQNKSTFAKLTEEIRERQRAAKARAEEEKRKKE
EEEVKKEKAGDCEGNGKEEEEVEEEAASVTGQRRRQRCVDDDFSNDSVECAAVCGSSVERGCEESFVIGGMMNEEPHRSV
VGEEEAQREQVEERVSEEEEENGNDEDGNEEEELAQSPLLIAGSLLGSCSAARDEPETDLYLPSPVF*YKIIMMII*RE 
>Mvib_comp14187_c1_seq1_fr6                                                     
APIVRPPQASLNKDLTCAICRGIMTKAAATVNCMHRFCYECIEQSLRMGNKECPICRTKCSSRRSLRPDPNIDGIVSKLY
PEQAEYEKAELERGMDLVKKSTLAKNIEHGKQQQAYLSYQAKLARQNGPTTPSQSSTTATTNWSGSTASTSTTAASARTT
TTAAAASASAPPITTNTTRKRSAPEPTHSLRRGKLQGPSLFAGAWRVCKRTYDRPLHEKEIEVFIVPHPDEENELSLLIK
HCFLRVHANCTASHFQNWLNQQAESNKKGEDDGSSSSAPSLTLLLEIDGSWVQIPPFLTLDHVKTRYFAHESGAVNLYYS
AKWS*EQKVCVQTVCVKRHDNNPFNRK*RDFGMSFACLRK                                        
>Mvib_comp14187_c1_seq2_fr6                                                     
APIVRPPQASLNKDLTCAICRGIMTKAAATVNCMHRFCYECIEQSLRMGNKECPICRTKCSSRRSLRPDPNIDGIVSKLY
PEQAEYEKAELERGMDLVKKSTLAKNIEHGKQQQAYLSYQAKLARQNGPTTPSQSSTTATTNWSGSTASTSTTAASARTT
TTAAAASASAPPITTNTTRKRSAPEPTHSLRRGKLQGPSLFAGAWRVCKRTYDRPLHVKTK*KTKQNKT           
>Mvib_comp14824_c1_seq1_fr6                                                     
KRRRRRRMARAVDIEKERKLTEAIFEGADVAGVDPEMVMLVNKYAPQGDSNSPEPESDEDRDTDYVVSRTMRAATRPVTS
KAGATKRCVEERLRRCSGTLHQRDHVSSSITTSSSAPTGAGGDDGGWGFGAAATKRKKRPRMQQGVSEWEETSEDSEESG
LDSEGDDGPKQRGYETSMKLLPLAKEASQFDDQVCLDEDGTVKVPLDAINPFLQCGICKGYLVAPVVISDCQHRFCKACF
LRATMKEYSEDKKKTCQTCHEELKHQNDEMESVHRDEILESLMRLLVPWVAAEELARCTEYARIHGLASIPKNMQLEASH
QLMLQEGEGPGREEATRRTGEGHETAEEEVEATADAEVERETTVCAEEDGGGAEAQTKFDGTLADPRANVEAGLLNGSHK
EETVREEGCEEKRRLQGVFVGEQSKEAAKEVDGGIDGYDGNVQMDVKEAETVGCPVKKEFSGDEDSDDDDDDDLVQVRLV
PDTVHGANLPALREDIMFMEPSVPAQKISKMATRKLRSERRVVLWLKGRTVDPHETLRSLAFDGAVDLTYGL**LCQNLV
*KK*QSFS*S*                                                                     
>Mvib_comp15468_c1_seq2_fr6                                                     
GDLLSS*S*SIMSSSKNTPNFSFDYVSRNPVDDELLCHICHQPLVDPRMLACEHMFCAVCLQSALAQKHACPVDRKPVVP
QEDVKPVASAVLKLLGKAKVYCSNKASGCDWVGPRSNLLTDHLPGCDQTPCAHREAGCSWTGRAQAMAAHVASDCVAAPV
ACPHVRDGCTEKVRRDALEEHEVSCEVGARVHAEAMVREEAERAEAKAAAVREAHERRVEARKALCSRLNPKSTEVVTMN
VGGRVFQTSLATLRGESESVLAQLFASGEVDVRERDET                                          



>Mvib_comp127276_c0_seq1_fr6                                                    
PLVALHVVHHKALMEAHEQFRASVDTARAQLETQRERLNATLARQLAELTPTVAAKGEEKDAHRSGDATTTTTEADRIPL
DDEDDTTCGLCCDNSVDTVLEPCQHKICRQCAKQWRGAVSKTAPVSCPWGRPPATFKL                      
>Sarc_SARC_03255                                                                
MDISPNSHIQGPAENTLTTDPGLTTQAQDCTTGMNTPTQQGVPLADSTATTVAVKGLSSSSPDSAIAYQAPSDRTDKHIH
ADKDQSPDPVTTSQQKAPDGEVTGDLSGQVNKSPTGHAESSAVEQSAWVCVGGRKVHARDAKCNGVRAHDAEGTAVPTPE
VKDSEAAHADAEKDSPSNNQPHTSPQAQAQAHQVYRGQGETTGPTEIQTQALRCAALSAEGRSSEAETTQNGGSMTREKE
SESESEGKAKRLSLTGPLNPNAKEFSGATRFMSSGKDGQGCATATADNNAIATADNNAIATADDSAIATDDNNATDVIDV
DTIDCETTTAAHNLISEVTGHAGYNKPSAKQSDSQDMPHKPPTGHNSHHNPSHSHSHKKEKGARGGRGGHRGQQANANGH
TKQSKGRHGGGGGGSYRDKEQYQRRSHFRLTDESNDDLGQYGDDVILDTFDGNHGNQTNRKGLANQMSLNHLLRFSYGDV
PNARAGRYGRRQQNSTHSEKNAVFKKGQYMQANCQFVLRDSCGVLNQHLRNPDKEVDWRNVEEVRMFFTASENMLCPICL
SPPSPAKTTPCGHVYCYGCVLHYLHMSAGAWSECPICHEPICAAELRSMTPVEHPSVEVHTPIDMRLLVKQGRSCIYPTP
VDVAVTTSGGGVREVLSIGRDSDPEARKYTNLLQTSAVEVQRNIVTRERSELELKLNDSLSCGETEEVLYLQIALEKLRQ
RSVALHEAHVATTETHDHDKADQPQHTQHLPPPKQGRDELERERDSEPTFLYQATDGRRIYMHSINVRCLVKQFGSLSAS
PPGLTGKILDLAQGTVTHETRKKLRYLSHLPLSSQFLIAELDLDHLLSDEVIAEFHDETQKLKQNRERKAQRIKQEETRI
IREEEALALSKAFKHDVNDENAFPLALSDNLIRGSTSADLDIPSNGHLNRTPTPTHDAFPSMSPEDAVFMAVLEESKRTA
ANELSFSFAGATRNTNAHRLLPSAGKNKAASDDFDWPTIGSPATSTALLFTQTSSTSSTKEVSPPSDTRRKTFFSPPPVS
VPKAPPMEPLQTASVNSEWAPDFQTSFQDSLNKAFVDLDTIQVPADQAHQGKKKKGGKRSKQVLFSTTSQRRS*      
>Sarc_SARC_03413                                                                
MEVMYHKDKYKTKSCERWAKPGLQCSWGPRCAYQHGDNDLPNAADRYRQGSDSPPSNIHQSGETEMILTNMSVTNGARGQ
LQRSSGIAWSLGSNTVTGDKLCPNVNTCAPDVMLLTQKLEATQKQLSQLASGYRSLHKRTECPGCDGSATRDQALACGHF
FCRECTNSNLRSEKNNARVSCPVCNVDTPLGKILKLTE*                                         
>Sarc_SARC_03786                                                                
MSDFDFEFESDEDMGMDDDDEGFDLINEKEDSKDEALSASYVVLRPAEIIEDQLKAIDHIHQVFDTPRPTARQLLQHYHW
DVERLSEKYYERDTPAHIFEAAGIADPSKAMVQRKDKGAVDCEICYEEVPQADVYGMGCNHYFCKECWKMYLEGKIQDEG
VASNIECPASDCKILVDELTVTELLAEEKPVCLSSEGVGVALACTLVKGLAHVVMLIYFETFVCFAVVAYWWICTGQIPL
QAWNTRTASLHTL*                                                                  
>Sarc_SARC_03985                                                                
MEGTGSDPPRKRERSDFSHMPPSKRALMMSQSGSSNSPKRSSPTASKKNAKNSTSTNTAEKRDVNHEVKSESGAPGVKRE
DRVKLSSRSVTGLEDMPQDATPEEPEEWAGIDIGTHKKKQLVLKIGFQKTELQAAETRYKMQVKKVNRLEHAVGVIEGHW
ESLSMDLLAQYAKINPKATPEDLEPDKYSNAVSKYIGELKLHEGTDNMREDVLLGKCTASRDLVAQIITQIEEQSLANYK
LYELLREQFEDAEAFDTIRKDNEQLHTHNRTLREQVNAFEAKTRHAIEELHRVREVTTAAENGKEGYEQRIDTLLDEKET
LYRQVRKLTQQIKDDADARGRERDTQAKHDADARAIKHDNADVDTKDTKTGSDTATLASDEMQQKYTDALQESAKRLAEI
EQLRTERSKIMTELDRLRVVKVPEKQITGSPRYRVVLAQLAAVSKQLTDLTRTYERAQTEVQQMTTNRRTDFEMGEVALM
DLREKHAKEILQHEQEMALCRQERDKFRRNCEQLTHTKQAEFTKTATTDLIKSMQSATNIMMSDLQKTRESKEKKNAELE
DKLSKPTSTTNSNSKDQSRASGSASASSREIEKLQEQLRIEKNKVNEVNTLLTVYKSTSKLKDSTRDALVAERKLIDQVN
DLKKRLYKCKEEERDRGSGKLDKATEKALKQTIQDKDEEITIFMNEMESISKSYYEVQEHNVRLLEQITNLEDNNVVLLS
SMNKTEASVKLLNEAKSEADNKALQLKHTVDTSHALVSALEERIKSMKDQITILEKDSWTKQQALDIHKKKSVEALQAEC
EVKLLLAQEKARADELDKLVQTKNEEIQTIEHQKNRLQEKKNKLEKQLNRTGPNGESDEVSERDVLEEEIKSLKELVMCT
LCKRRKKNTMLTKCQHVFCNVCITDRYESRQRKCPNCLDPFGAKDITSMYLF*                           
>Sarc_SARC_07931                                                                
MTNETKGKEKATTPDENSTRSDGEKGDTDDTESNKGFECNICLENATDPVVSYCGHLFCWPCINTWLEINSKNLCPVCKA
SIGKDKVVPLYGRNNPGKVDPSTFHRL*                                                    
>Sarc_SARC_09130                                                                
MTWSSTRGVLADLIKDVTCKICGELERNSHTHPGCDHHFCHDCINRYMRIHYECPECNQPSFHGCADPNEPVNDIVSTIS
TFRALIDHTYTSRESLPSLSKATENNNAKYTRRTTQGNVFKSPSKVLGAMQIREEPGSPVVFASSTTQRPRSNSELKSAA
QLNQAGRQAAPGSSLLIDTSVPTHTDGDRDTHIQVDENAYVKPCDIPKTVRYADAGGEEINRGHDLNKVSKITDESKPQI
IINHEQDTSREGDSKDELGKGISENAQKTIDRVTTLDSTGQVVARPQSDIMNEIGPANTGKRKADEMANDAQRRHSYSVT
DHVPEAQQMVAQRRLKRSRESYPPGRKKLSSHE                                               
>Sarc_SARC_10004                                                                
MDAVNLTTPTAAVSTDTQSVTTHNRGQGNDTDANVLHGTNNTDAELTATRSRHTIAIQPNATTPADVTTDQSTTTRGVVC
TLSGRTPATRPRAVPSNTRGIVAEQEEDESKVVDSGEGSRSVAKSDKPRMECSICRDTIKEPAVTKCGHSFCTACIHKHL
EYARGCPVCGKELFETDLFHNFLLDDLMSGKNQSQIKDGTARMKDVISLLQTREHIDDTDIEVLLKVLHQKRAVQLEQSE
ILDLDVMCEFFKASLDSRRTVLRKLQDEIFMLERDHEVGSLLRAAAQDRRESSRIARVAGKRTFDEMCEMGGPDATFETS
KVPPSTSTEQLRYYSVTRQSRVPTVTEDIPSTSSRQISRIEKLFSPSNQRLETKKTAVHNHLTNITKRYFEIRRNTFDNR
EALSDFRNILKDCTRYSRLEEKSFFAFSGLYNHSSIVSSIEFDKEGQYFATAGVSKSIKLFDFDAMAADPRAVDRHIPSR
EMTSTAKISCLAWNPYIKQQIASCDYDGLVQLWDTVTGQATCKLQEHDKRAWSVNFCERNPQLLASGSDDSKVKIWSTNR
AQSVKTIQSSANVCCVRFSPTEPHYLAFGGADHHIHYYDLRAPQRPLALLKGHKKAVSYVRFLSNNEIASASTDSTLKLW
KLDQTDPIVETFTGHSNTRNFVGLTSNGDYIACGSENNAVYAYYKGLSSPVAQYRFATFDPITGEEVPRDDVAHFVSSVC
WKRQVTI*                                                                        
>Sarc_SARC_12810                                                                
MRDQVMMRALIMKVHADTTLSAHEKAHRVQRLMTSTYNEKLKASNESLKQESPGRRSLCPQFRPKLSSTTPSTEVVGKVM



GCKHYARACKIQAPCCKEWYTCRLCHDESNDHKMNRHEVTNMYCMYCNREQEAAKSCKFADCGMVLANYHCGTCNLWDDD
ATKKIYHCDDCGLCRIGEGLGKDFFHCNKCNVCMAVSLKGKHKCIERNLESDCPICSEFMFTSTSTIIFMRCGHCIHHAC
YEKHVTQSYQCPICLKSLGNMKSYFDKIEEIMVSNPMPVEYQDSKSNILCNDCEMKSTTKYHFMHHKCSECASYNTTVLN
IEHGSGFGQNQGTHTLDAIGGDNMVIDGGE*                                                 
>Sarc_SARC_14155                                                                
MQIIKNSGSEEDGDKGGMGSIDMVTGDSVVGFARASRGDMNKDTHATSANVIDGREDGERKEVNGNIQARVPGSRGANVS
SFIKPGPQKASANIRVTSRFDYQPDVCKDYKETGYCGFGDTCKFMHDRGDYKTGWQLDREWDSGTYGKKQTDNQSSDEAE
EEIPFACYICREEFTNPVVTRCEHYFCMKCALEH                                              
>Sarc_SARC_15041                                                                
MFSRYKRNFVYTSTPEDDLTCSICSDAYSEPLDTKCGHTFCKDCLSTWMKRKKCCPLDNIHVSKKNLKITDSTVQDRLDE
LEIACVHC                                                                        
>Sarc_SARC_15444                                                                
RLRQCCDHPLLVLSAPSKDLATMNDFNKFAKQFSKGTTQSVEFVKKTMDALKNDAAPPECPICLDPAEDAVLPPCGHAAC
RDCLME                                                                          
>Cfra_g691                                                                      
EDDNGIMEESEDDEGFDPWMHENNQDEAFTPSYVVLTPKEIINDQVQAIDHIHSVFQTPRPTARQLLQHYKWDVEKLLEK
YYERDTPDHIFRNAGIVDPSKSGMITKPEGTVECDICYENVMNSDIYGMGCNHYFCKDCWKQYLVGKIKDDGVVNNIECP
ASDCQILVDEFTITELLADELVVLEKYRLLVAKAFVAGNTHVRWCPAAGCDNAVKVEILGAKPVMCECGEVFCFQCGQQW
HEPVACQMLSKWAKKCHDDSETAHWINANTKECPKCQVTIEKNGGCNHMICTSTSCKYEFCWVCMGEWAPHGSAWYNCAR
FDEKETKSVRENANESRVALERYLHYFNRYQNHESSLQMEGALAKTVASKIIQMQKYDMSWIEAQFLKKAKEILRDCRTT
MKYTYVFAFYLEKTNQQVIFEDNQKNLEFVVEALSGLLERDMTTNQSPAEINMFKQEVLDKSSYCEKRRQVLLDHVAKGF
EEGAWHFNESSH                                                                    
>Cfra_g780                                                                      
MENTDTQRSVTSGIDDDGLITPNPTASGGMGGSGNPTVAASITSSAQVSSILTCTAEASQARLPSKQGLPLVVTDTKDIL
CPVCRDPIKEPTVSKCGHSFCSSCIYTQLDYSRTCPVCGEELRSENLFHNFLFWFRAQKLNFSLCCDVKPPCQRINGVLV
RVDGFFNAVDDLVSAKARTCASNRSTEIKDLVTQIEGRDDITQNDLESLLKAIQHKRARLDTDSEVLELEVMCDFFEASL
DGRRSELERLQNEIFMMERDHEIGSFLKKAAFDKREIAVAARDAAKRTYDEMNHEYNTETGPSRVLPAASDSISYDSVLR
QNHVPSKVESINNMTSRAVIGKSSFGLRLDPSGKRQKSASNADRQSNRLSPYRNSSEALFEKKKAVVRSHLSNITEWYFK
IRRSTYDNREALSDFRNVLKDCTRYSKFEEKSFFAFSGLYNHSSIVSSIEFNKDGQFFATAGVSKCIKVFDFETMVNSPT
TFDNHVPVKEMVSTSKISCLSYNPYIKQQISSCDYEGVVSLWDTCTGQTTRKFGEHEKRAWSVDFCPANPQLLASGSDDS
KVKIWSANRAQSIKTIQSSANVCCVRFSPSEAHYLAFGSADHHIHYYDLRAPQQPLHVLKGHRKAVSYVRFLNNKEIVSA
STDSTLKLWSLDTENPLIETYTGHTNDRNFVGLTTNKDYIACGSETNAVFGYYKALSSPVASFRFATFDPITGEEVPRDD
VAHFVSSVCWRPNSNMLVAANSQGLVKVLTAV                                                
>Cfra_g967                                                                      
MFTRATSTFRTTAAVAKRQMASAVENGRDAVIVSGARTPIMSINGEFARIKAPQLAAFAIKKVLADADVDGSIVEEAIVG
NVVSAGVGQAPGRQAVMAAGLPDHVRCTTINKVCSSGMKAVMYAAQAIKLGERDVILAAGMESMSNAPFYLPGARSGYKY
GHGQVQDGVLIDGLWDPYNNFHMGNCGEKTCADLGITREDQDKYALSSYEKAQTAIKGGVFDCEIVPVPVGRGGKLVSQD
EEPFKVNYEKFKALKPAFQKDGTITAGNASSLNDGASAVLIMSRDKAAELGLRPLCRILSYGDAELAPIDFSIAPAEAAK
EALSRASLEVSDIKHWEVNEAFSAVPLAQQKILGFPMEDMNINGGAVSMGHPIGMSGNRITMTLAHRLSQAPHGTRGLKH
KLVFRITRPTPSMFTSPKNVPNVNNHHHEQLSMSRGKNMNDNKPSFPAHRCYNSMAFAAQKQRAFMMMPKVDIPNMQMFG
NQMPIKHSYNMGMHIPGDSQNHVLHGSSGIPVGYASTKQVVAEENKKPRSRRTFKELNREVICPKEGCTRRYATRSSLAT
HIRLKHTDHKEEKKEETVRTKVVAPGSPRGRSTQVERVQNGGSPYSRIRAYSSGPKLQSNSGPNMLGSYSMDLISNQRSE
DMMMAATGISVASLDTFDMPVAGFGVPSLDSFDLSPHPQITQYNGMGSVNLRQHPMISTQPTAPMHPMMMGMQSQIMSSQ
VNMASRSRSFDVRHQPPQQQQQKMYQMYSPRPAQSPRSMTPSQSVLSPSPSFSDSICSESPITDSSAGVTIELTDFSDLF
TDLKLILDGDMQSSSITAPASKSTVEREAAVSELNSRTDSTSSNMSGEAAVSELSSRTISKSPNEASTIPGASTTPGTVS
DEEEVGGKGKSKDVHAGKQESPERDLEDASSEANKTFECNICLDNATDPVISYCGHLFCWPCLHTWFELNSQQQCPVCKA
NIGKDKVVPLYGRGNSSKQDPREKPIPPRPKGQRPAASSSNQRFVSAPQFVCY                           
>Cfra_g1025                                                                     
MSAKYATEVSMVKEILGSRYSDTDVFQAVFLSHGDVGRAVDRLLDFSTFVTPPFVRRREDNKWQYDEAKYIQKKCPTPTD
AETHIHGQTHNERIMDATHETTNKLIAYEYDTVSSSATYHIPRRVTTGLSQQSDCDKTSAPFAAVVDDGQKVETKNRKKS
VEQEADNVCDAVQGIVPSNSSSNTNIKDTHTHTHTSEEHEPSVLSEQGEMEDTIDKSDTRITNTFAHVSPSLHNDEELNE
LNNVKNVEVDKHKLCEIVPRMTRSSSRAAVMDNTGSRKNSSSVTRLRTPSYKKSQSHANSDVVLLNQAVSVVDKDENTHM
TSSCAHISPSPFKSPLNIPHTKTVSQTQTATPANTHIRDSTHTAGSAHHNIVSSPTTSPHFPLPTVKSEHNAAILTNSRA
ITPVRSSRRLVTRTHAKKCMSTTSTPVMISSDEGDNFSDEDYMPRSRGCHPAPGASARPEPFLQMNTKRVKYTVPFPVFN
MSDKATKLKIVSEDDKTWPRRLGVMRVECFYTKSISMMLNPNSNVTFTFSKTIIDNKSSKTSRKKNSNASVLRLTVNGTE
IGRVPVDIGRFLQPLVQSGKVTLSSRLHIGSKGMHARFNNTIPVLITLMVQKDMFAQVSSSRALSTMADFTDSKDEEGEA
LRMAMLDLLTYIGYIKNRPGSDIYLKDKPSNPDGEECELDEKIKNSLISTSARLVGADADVKMPSQLVTTLRQYQVEGVQ
WMLKREAVRGGEEKQTVLHPLWHRLRLRDGDDKNVHSGTPFYVNPTSALVQLTFPAAVTSVRGGILADEMGLGKTLQMLS
VILSTMDEDKKLPRRKILENPDDESKNITLVQGGTLVVCPMSMLGQWQGEIDTHTREGTVRSIAYYGLKRAGVNELSIRN
NDIVVTTYGVVGSEINKTGLTALKGINWKRIVLDEGHYIKGRTTQQAKGVYGLYADCRWVITGTPIQNRLDDLFSLLHFL
QVDPWDDYNHWNKMVIKPFDSTDIDAKERAQAEVRTILSAIMLRREKSTKDADGQPIVNLPKKTIETLKLTASDEEKDFY
VALYERCKTTFDTFVASNKVMSNFTHVLELLLRLRQCCDHPLLVLSAPSKDLATITDFDKFAQVFSKGTTQSEAFVRKTM



VELKEGGLTEECPICLDQIDDAVFPLCGHPACRDCLYQMFGSARNDTIQCPICRVDVARSSLVTAPRASRFNVDLNRDFK
LSTKMESLLDSLDNLIKRRREGDPHAGKAVVFSQWTSMLDLVEIPFKAGGVGLNLTEANYVYMMDMWWNPFVEQQCMDRV
HRLGQKRPVFVTRYVIVGTVEERLLEVQRKKALMVEEAMSMDTNERKQTLQSDDVIDNANSYITRRSEKEELYQNRTRDL
LGYADIPQKVSHDSPVSTCAREQKYPVSLNHDGNIGAGGDAYRIPNLMFDTDHEKIFRQESSFSYLFGVEEPGCYGAVEL
GTGMSVLFVPNLPASYAVWMGVVYPKSYYKEKYGVDDVHFVEEIPAYFKEKNPNPIFINRGVNSDSGHKTMEATFEGIDQ
YEVDGESLFGNIAECRVIKTEAELEVMRYVAKVSSEAHKQVMRKMKPGMMEYQLESLFLHECYSRGGARCVAYTCICGAG
HSGATLHYGRNNKLVKPGEMCLFDMGCEYQCYTSDITCSYPSDGKFTDQMKVIYNAVLSSVKAVCKQLKPGVYWPDMHRL
SERTMCEELKNAGLLVGDVDDMMKHFIGSSLQPHGLGHLMGLDVHDIGGYPGNSKRSSEPGLRNLRCGRRLEAGMVLTVE
PGCYFVDAVLDPLLEDPETARFFNREMLATYRGFGGVRIEEDIHITEDGHELLSHVPREIEEIVADDLRLYIFVKAANAL
IVSWYSTMAKKKTQSGPKPGSGQGNKKKKKGTAGVDRGFATASVVSNASKNTVVVDDSDLTQKSIKGPSDTASTAETNEG
ISKDRSSSACDETFEFNPAWKVDPRVPTSVATELPLTKTYTSTDIFGKAKSVTYTLSQPATPLVLSEQQEARIESLYVQF
TTHYNTRKYNNTNANTRAIAEEEHVCRNITVNARCGTEHRKGISEDVGFDFLRTLYDYLIDKLDMPVALVRKALVYAYDS
ETSDVKMILSHLYMTCTNEDFERAHTQPDAVEDAVVEDINFMSQNFYEVIEVKEDPHVEVCKKESQNGVETSLTGSDTNR
WWAKILTCPYEEECDIEQRLDLEEDEEINSHVYGSEYVNNNNISQALQDYWKRRYPILVGTNVDLVYDRFRYFWSLEKEC
RLQAKQLRKARSETSKADAHILSTKIQDARFHIDAISSLSGFLKEWIDRVEKDLYNFRSVVRGVSTMQMDVDESEELDVH
NHFGLSEPTHRHKHTESYTQEEPTPEILHIDIDTRSAHPPAKENEGEGYGVGMEWNIFDCDEQAPVESVEMSDAVNDSIA
DIPRYVDGVDVGARTPSVVLSEMIKQKFGTTEKPTYRLIVPRKPQVGGFDVTDARRANELLDDGTRMFVNAGVYAAVQFK
TKGRNSVIELAMGSDGVSWHGPCVTKQEAYDYIALLALRNTFPKLDRLHLSMPKVFQDLWKLWDRQAEERELKARANESF
KRDDHVKSIMHVTTSFRGAAEGRTNAVSPTSNSTSPAIKSDACAANYISGISAHSARSTLSPDTGVYDRLSRVVSRNMQS
KKAAELREVTESLPVFRLKAAILEAASQNQVVVVSGATGSGKSTQVPKYLVQELLLRGIRNGSTHAHMPTSTLKTAPFVV
CTEPRRLSAISIATRVSAEMGEAGVGSNSSVVGYSVRLETKRSPLTRLLFCTTGVLLRWLQSDQMASQMSHIIIDEVHER
SVQTDFLLALLRPILRLRPNLKVILMSATLDAAMFKDYFRSGGCDRIAHIDVEGRTFPVDAVYLTKAVRFADYVIEDDSP
YARRAVFEAATVLAMENSSKTTTTLTESLIDQMKGVPASVLANGGTRGTTACVNDPDERASATVEMMNTRTVNYDLIESI
VLAILGARTEADKTGKVCSKLSIPGTDICVPQQGAILVFLPGVGEINMLLQQLEAHPEIAQGNHAVVILPLHSKLTPQDQ
ARVFRDYNECTNVNSERFGGNTKHGTGKQHGGEMHQQYKNCNRRMTHKIILSTNIAETGVTIPDVTVVLDTCRQREMRFD
EVNGTDKLEECFVSQSSALQRRGRAGRVQRGICFHLVSHKQYSSFASHPRPEMTRVALDNLCIQLLKMGLHTPQTWLLGT
LTPPTHTAISRAIEKLVMVGAVAPYPSSFASSPSATTSIPIGNPHTEDIDARNSPDVDSTLTAAFDFRMNLTALGQILAD
LPADVGVGKMLVLGVTLQCLEPVLCIAAAVSHHKSVFLKPTDGPDAVRARVQHRKFATGPSASSDHLAIWRVWSKWSALR
NSDGCGSMDVLDARGDNNDNMHATPVSNSVKATNFCSENLLDQTALKAIDSLRIDLWSNLKQSGILAYLGDRPPKLSSDP
LLNRRSHSLWLVRGVILAGMYPHLAIRGSSPCKGKERMEKNTNNNRRSRTNPPEFRDGLRNSYAVPKTSVYEPLSTERGA
NPMKRSQFTSKSRGGIDSNVDVEWICYHSKTKANRFVYVQTVTDVNAMAVLLFAPGQEDNTGGRTTASATCGVRNEETVI
VKAKAEFETQTIFFGLRRRQYATKDTETVSTEATVENENICADVEASGAVGESNEANDKADDAESTTEGTAQSTGFRPGS
RTSASLSTPFRTKTGKIVTRSSKRFVRSFEQFQQLHDYLLAKYPGFFVPSLPTMPFHRLLTDAEHVDKKKRRVAVFLDRV
QDANAAYADDQCLMQFCTPGVFAGPLLAPRSPTFADEVTRARGMLSSMFGSISGNRGVDRIGESGGVSQYIPGFMSSFTS
ILGPTARTEVVNDDDDIQNGILDYEAMKAGVTHIQSDCNAIVESITESDSARRKMAVHYARLGQRYNNRDTYTQIVRDIL
NINRTIDHRNKQLDNYQDQTKNVRKTSREYAVCNAGGSGYTEAETDIAQYAHDQALKDKDEAKMIYIQTQRDLSDQWAEY
ENYRIEQLNKTIISYVDTQVDCNTHQLKVWEALLADLERS                                        
>Cfra_g1040                                                                     
MSVGVHNLDTDLSDDDGARCAICLCTVTSRSLLDQCFHEFCYVCILQWADVSRSCPLCKTLFVSIIYDIHSDRDYKLNSL
PSEPAHKREESTEYNSSIGHRYRTTVVSRNGFPSSRLSSRPRSHSGWGRNGLTQVRRQMVSGAAARLHSPRLMASMDTRR
LVYALRLRYLHVGSNQHSRFTSLTPKFYQKHPHHLNRLVPFITRDLQVILQVSDVELVNTLVLGLLERFDVQSEEFAQHL
RPFLFEKTEQFTHELLGFMRSPFDMVGYDNTVQYSTPGTQFDSAFAHDEQAPSCIQPANSLTSQSDTREQAHTSTLTSTS
AFTTSTSSNSTSNLDSEQMHPYGIISALPVRGSLPQETQDRDPTVDNVNNTGHTCVSQPIGVDVNVIVNLERGLGVNIGT
RVKVGSDDSTLRPQSKSTTNQSERVSGPRSKGTRRLVRSSSGDESPASSRKHSRTHITYQSHTTHTTYFDSDDTGSFTPT
TFAISPSRSLTPILEEGDSVLTTQRKKRKRRRTRWDLVNASHANRGHTAFGINSTHLCEEDTRTVASKVETVYVENEKRD
GGRGSWQVKKGKGKHKHRLRCDERSSGTESSRARANKPRRDSEGQREHRKVKHKRKHAHRHGGRDRSKSRNTLIYSNENI
ELSSDSEYTSNRVMKERLRTNRDYKGIPKRKHGHDEKGSSESVHLLIHGSEKPYTSRRGVHIHSCSSHRHSDSTTDGSRD
SEFDSDDPDVDGGEEPGRDRIGKKVSERNENLKERDYPVGEYIRRRKRVDQSDGSSGDEKHKSSIRGNGEIVCGSNEKEM
SGNEVVFCRPNAQLVRKSSSQNIDSNTTQLMSNTKIRPTSPNTRTQCIFATALPSSTSTSTARDVNVNSKKKPDGDGMFK
SCLQRQLQHIQQHLQVTPSSAPRERLRIPTDVQLESPSPRRHLRNNAPIADPVSSRPSSILEGIQPDVHRYSPKKLCDNP
VMRVSTERTEYIRSHDELTSCNAPDRVEKPIRSYLPNRVQSDTRAGLAPHHVQYELPLLPDTLTSEISDLRRRLRSVDVQ
LEENRKISLDILRATLLRGGHVEDTDKSYRSYLAKARKDLSKKRDDILRCLRTAHSHDISS                   
>Cfra_g2637                                                                     
MFVGTVESTGMDVDNTSVPEASVPDEGMKCMNVDNAIDEKTQLVVNVVHDQLSSTSTTVEPSMPTDGTVVVNDDAVSNEN
STADVSGLFREVLSSAKVDKDNTEKDAVKDECSIAVQHSGIQLNVVSDILPKEKEVASGEKYSIVSGCQRIVGIDDDEVN
KMKVLVDSGDSSTDVNNLTSNTANIVKLVAVDNVGVTVERVGFNEDVDAISQTALDIKSDNDRTPHKEQHVKNLTLENMI
EKIKKLEDYTAALKSGFTCTICMDFFCKPYSLECGHSYCVKCIHDRIADNGQNVVGYQNRKKHALEFVNSNAYEESRRSF
QAYQQPSHNPIRDPNQRTYTPDEIASRYIFDAIDNIYRCESCVAEISDCHCNLCGTYFPELEEIEMTGENIGDNSDSEIE
DDDEDDEDDIEGLIDDSVHLERKHSRQKSSGFMNGEDDSEEEKKGTHRNGKRTVLDSESEEEEEESACRASEGCGVNVGT
NVDVDVSADEDVNMGDDDLYVDEDAIERYVDKGDEGEDVDAYEYVNDFVHVGVDTDDHDDSDEGDDDD            
>Cfra_g2753                                                                     
FSVKRTTTKTKQQATSQRKGKSRNARKKETLTSSSESGSSDDGNGGSNVVRVQRKRRKLNVSGTTVRNRARNSNRTSLNN



ESNSFESEESDSDGMLDMAKASRVENSRGDTGAASINTIDGPDEQALSAGDVRSDSVQTTGGVKVSSFLKPGPQKASANI
RVTSRFDYQPDVCKDYKETGYCGFGDTCKFLHDRGDYKTGWQLEREWDSGNYGKQNQESDSDSEDDEVPFACYICREEFT
NPVMTRCNHYFCMKCALDHYKTSKTCYVCGSPTNGVFNTAKKVLEKLKRKQAAVQAKEHE                    
>Cfra_g4702                                                                     
MEFPPQSVAKGSAKGSDTVIFTNTSTDGKPSMTLGQMDALGDATKPKSCDTTVKCIRGLKAVQEGPTERIVAGANATDAI
RVSTAVEPECTAIDLTHSDGGDSSNGASLKQYAQKFDCIDSSPPSAKNKDIEDESMNVAGVQMMDDVLSVGVSPMNSVNS
DSIQAVQRPTHAQSAHSGRKKHHNSHPNKNHDTHKGKGKHRNGGNGGSTGNGSRGFRDHPTSQRDIGYQRNAHYRLENED
DDFTYGDDVVLDTSNLHDGNRQKIGKATLNTSSSLNHLLRFSYGAAPSRSGRRNSVFRRQTHEKGSVFRKGQYMQANCQF
VLRDSNELNAHLRNPDKEVDWETVEEVRMFCTANEVLQCPICLSPPSPAKTTRCGHVYCWACVLHYLDMSNGVWSECPIC
HEPICAAELRSLILVERTPVEVNEYLEMCLLVKRGRTAINPVPVNEEHEKISDGVVDETATLGHHYDPIASTFCNLLRMS
VHDVEMYIIARERAELDIKLNDSISCGEVEEVVYLRNALELLSMRCVTLHTDTSEDNQNQCKQHFVRQQSHAHTVTKDKT
DNGRVEDKTYFYQASDGKRIYIHSLNVRCLVSQFGSLENCPPRLLGKVLDLTEGTITEETRKKVRYLSHLPLTTQYLTAE
LDITPYLSAHVLAEYKDELSKLQMVRERKILRVKQEEAKIAQAEQAEANSKLFNHDMKDFPLALGADLGFVVSNSGTSAS
GNNRTPTPTADAFPSMSAEDSTLIAQMIADDVKSFAGAARGESVTSIVPSGGRKSSALHDWPTVGVPTTQRVLPSAKIAG
LRNSMNDGPRRTFFTPPPPSVEEVRNVDPLDEGTSVPEWAPDYQKSFSDSLQVAFVDLDLQQPREKAQGKKKNGRKSKQV
LFSTNSQRKS                                                                      
>Cfra_g6608                                                                     
MVINSSSEAAHNDTLGEENSKDVSKGGYDYTYVSQVLECFCCAVCFLPARDAVETNCGHMCCSECLQAWLQNPSMGPVCP
VCRTELSPTDIRPSLFLQRQILNLQVRCDRKPEPENDVDGEVNNIMSAARQAPMNDTTKEPSNVNPKAHDKFSSAGTTES
SLTSCNESMTIREMLIHEGTCSFARVMCPAGCGHRVVRANIDDHLQEKAGSHIRTLYEHNKKLHEHNNELLVEMRKVLDD
TCLGTVGFIVSSPVKFSSFSFLDEVGLRIKVYFFSAGNVKDRPYYDYTVASTPRSKLESRIDSNYIVPRNVRTLVIPSTY
KQTDCLDVFPQLFRLQKMTEMYICCRLEEEVLDIPPVPSLHVLKIDNLVWSGSVLRNIGRTFPALKALVVECIDVDIKNR
VDRGSFASLQKLEYCKLPNNLTFKFG                                                      
>Contig19220_Abeoforma_whisleri_fr1                                             
RR*KPYSHISIFWIPVHVHGSNDKNKELECPVCLEIFSEAVQISCCGNTFCQKCIEAIKNMYRPKRIATEGESNDASSSS
ISNKNDHREVECPICLDNFSDAVQISCCGNTFCKRCIESIKYDHRGTSTCPICRSSLKHVRLAPDFKSRRLSKSVVRPCA
RCPFFEGNHKDVQDHLKIHTDIVDKLYSFSETSKSEALVQTLTTLSGGFAVALAANGEKVRLKHEFRSNGGIHTFHFRLA
HYNVSSFVYRDENKSIPTAWITLLHPKDSKKHKVLWEPRADYNWFSHVAEEGLGNRNAMTQDE                 
>Contig19221_Abeoforma_whisleri_fr1                                             
RRYNIQMNHSCTKQTLKVSKVKKKTISLFNMPSVKRNAGKRRSSKKPSAKRTNRDIKDKSLHVGSNDKNKELECPVCLEI
FSEAVQISCCGNTFCQKCIEAIKNVDIRTSTCPVCRSALKNVQMVPDFKSQRLAKSVVQPCPRCKLFEGNYDALQSHLQL
HTRYVDKMFTSSEVSKSESLLKTLIKIQKENLGFIEIYAHSGYKDLKIKRKFSNNGGTHTFWMTLGNYNVSCFMDRDKNG
TKPIAYVTILHPEDSASNEQIWHIPPDPKRWANHTSLGTQNALTQSNFLKYRRNEYFLLAFT                  
>Contig19223_Abeoforma_whisleri_fr1                                             
RR*KPYSHISIFWIPVHVHGSNDKNKELECPVCLEIFSEAVQISCCGNTFCQKCIEAIKNVDIRTSTCPVCRSALKNVQM
VPDFKSQRLAKSVVQPCPRCKLFEGNYDALQSHLQLHTRYVDKMFTSSEVSKSESLLKTLIKIQKENLGFIEIYAHSGYK
DLKIKRKFSNNGGTHTFWMTLGNYNVSCFMDRDKNGTKPIAYVTILHPEDSASNEQIWHIPPDPKRWANHTSLGTQNALT
QSNFLKYRRNEYFLLAFT                                                              
>Contig19224_Abeoforma_whisleri_fr1                                             
MYRPKRIATEGESNDASSSSNYHSISNKNDHREVECPICLDNFSDAVQISCCGNTFCKRCIESIKYDHRGTSTCPICRSS
LKHVRLAPDFKSRRLSKSVVRPCARCPFFEGNHKDVQDHLKIHTDIVDKLYSFSETSKSEALVQTLTTLSGGFAVALAAN
GEKVRLKHEFRSNGGIHTFHFRLAHYNVSSFVYRDENKSIPTAWITLLHPKDSKKHKVLWEPRADYNWFSHVAEEGLGNR
NAMTQDE                                                                         
>Contig34270_Abeoforma_whisleri_fr1                                             
LDSFASRNVEEKDFEVSWNKLLVCAETIVAELIKNLEEFHSERDKSVFTIFNLKSIFQCGICWSTLQKPVTLLNGKTVCQ
ECHLKTKSQRIGRRGSYSEAVHYGEKMNTTINDVIKELLPLDYEAGRLRQEGNKAFREKNIPGAYAYYDQALNLTKTDIA
AYLNRSIALLTLSNPFMALRDAEMAFQLGFLESATFFDSATPTTSLPSLSHSYSLFAKCCYRRGAALKALNRHYEALVYY
SIGIILEERTAKDDSSVGVKNNDGNCQFTFDSKNKLHHSAREIIEILLMTESDGNFDGFIKKIQLGNLFDVPDFVKSLRE
LYDDIISRSTTTTTPPSPPTIGEPVDNNDMWNMTGSFEPTKKVDQATITSRRRRSFSQSATAVIQAASRSSSLLSLSNFK
LHLEKKLAIVRERLDCPLCYEMLYLASTLPCGHTLCRSCVARSLDQAFDNEPACPFCRYNLQPYLRYLNIRAMVDNANDT
FIHYSKKVITNSCIETFITQYYTEDYTNRVKQASIDESAAPSKSSLFEGDEGVNETENIAIFICSCVLPGNHMKLRIFEP
RYRLMIRRCIDNGQKAFGMVQDGSKEFGTLCHMISFQQMPDGMSNIEVKGGRPFRIKEWGSKDGYSTAEVEFFSFLPNLT
DYYPGSSHKDVTSDPTLQEKLAKYEASTARLLFLKQAANELTATSPSSVIQKILNVNLPVPEQDIPFVNWCIQAMLPAHD
HYNLMFGDDMRSDVHLRIEYVGKFWEENFPLLKEAMQKMTGLLGSLN*VLVFYV*RLLSAMMVIQIVINY*CLCVYVYVK
KRPGFTKTYFNSVKTEDHCDIWSYCVMDGITIIE*NYF*LCPKML*PDTLKPGEV*LAARIIYNIQNCVLFFSKSQRKSF
YQLLN*IV*K*LSMMMNIHFSENALCI*KNRIFGFSTNYHE*KTNVRTLSLSLIELKGKKKKK                 
>Contig34272_Abeoforma_whisleri_fr1                                             
LDSFASRNVEEKDFEVSWNKLLVCAETIVAELIKNLEEFHSERDKSVFTIFNLKSIFQCGICWSTLQKPVTLLNGKTVCQ
ECHLKTKSQRIGRRGSYSEAVHYGEKMNTTINDVIKELLPLDYEAGRLRQEGNKAFREKNIPGAYAYYDQALNLTKTDIA
AYLNRSIALLTLSNPFMALRDAEMAFQLGFLESATFFDSATPTTSLPSLSHSYSLFAKCCYRRGAALKALNRHYEALVYY
SIGIILEERTAKDDSSVGVKNNDGNCQFTFDSKNKLHHSAREIIEILLMTESDGNFDGFIKKIQLGNLFDVPDFVKSLRE
LYDDIISRSTTTTTPPSPPTIGEPVDNNDMWNMTGSFEPTKKVDQATITSRRRRSFSQSATAVIQAASRSSSLLSLSNFK



LHLEKKLAIVRERLDCPLCYEMLYLASTLPCGHTLCRSCVARSLDQAFDNEPACPFCRYNLQPYLRYLNIRAMVDNANDT
FIHYSKKVITNSCIETFITQYYTEDYTNRVKQASIDESAAPSKSSLFEGDEGVNETENIAIFICSCVLPGNHMKLRIFEP
RYRLMIRRCIDNGQKAFGMVQDGSKEFGTLCHMISFQQMPDGMSNIEVKGGRPFRIKEWGSKDGMHIIILCK*NIGIIII
QS**                                                                            
>Contig64461_Abeoforma_whisleri_fr1                                             
ILVRLIGL*D**RCLL*CKLNMTEYDYIETPNEHLVCSICCQVYKEPITTKCFHVFCSECIETYLESYKKECPICRKNTQ
QSELTPAIIHNAWLNDLQIKCPNYQNVIVSSPTSSSTPSSSSLASSSSSTHNPHNKNAGDGCRSILKRQDLKQHLKICGH
NRTDSDLAKKLKVSHQTIAGLQKKNSEYVEKLRKSELALHAVLAEPKPDMTVLTLRPYYNYDRNDVEELACLLTYALKTK
SVHIDTAKMYNVLHSLHTDYEKGYADNPKFFHLELQMLFAIVLACPSYSDKQRQNVWRWLLDLS*TVP*ASHKVYRKDVD
QV*AYRHSFRTPFGSQYEVESNTALLTPAPRLC***WIRELILSTWAEIQRFVLRR                        
>Contig69165_Abeoforma_whisleri_fr1                                             
NENENENENEKNNENGNEKVNKNENEMENETEQDNISECENKIALESEEEKVNGNSEGNANEEDGEKEKNIDEENSTEEQ
IEEKAEQETADELENKQKEDEVQKIKDQKAQDEMNEQDLTCPICMEVFEQPKELICGHAFCMECVYQIKLQQQNQEQLQR
ERNSNLYMFFESRQDSISSLDGRDEDEIIEEHDDGHIENGVEQAVSSIEGRMSRGHSKKGIEGSITCPICRLETPLLHSG
IKGLLVNPDLLEKLKIHGQRYTPEIPKCHRHESELNAVCMTCQDRVCALCPETSHVSHSIVSYEELRKLDNHISQRCIEM
QLQSDQVCENVSAITVTLTNALKQREELLIEDVKKQTNLEIDQLQQQGAQLLQMIEGRSVRVRNTVINNAQKTANMKVNV
DVDTADGLNRMDWGRVVSSKQYDNTSLTQIVHAVQPRCIGKVSGGGDFKYVKPIAVILDGQRQRLFVADKVGYRIFVYDY
SYFALPFICSLVCENYSPLSMAVDEGRGYLYVCGRTREGFFSSSRLRVFVYSTHTNTLPFMFHFDVHGAGICIDSAKRRL
YVSDSEGKNLKIYVISGEKPTLLTNFKVPDQAIPAVTVSRSTSISPSTASTATSMPIKRQSLASTSSFNTGASSSLSPNP
HDDSSLSKSLGETTYAATNNTYGFALRQEDKQYDDTSCVNNIIIHDSRLFISDVNRGAIQCYDMKDDDCVFVTSVSLESA
GMLETKHGEEFAPLGMSIHNDRTLFVTDISTHKVKVFDISACWQSASSFRDPSYRISHMCVSEFGSEGLGSFNFNLPCGI
AVDKTGV                                                                         
>Contig74884_Abeoforma_whisleri_fr1                                             
LSLSLCAN*KSVQNQELWFAISKMSKSYQDETSAFGNIANDLSMVKESDVSCTICMEVIFEPVVIDCGHAFCCWCIYRAM
DPLQNSMCPICRLNYSKLPRINDLMNRLIQTAFPNMSRIRETETREQIEKSFQNQRLNPRSGPQPLPLPLPIHRVDNPQN
IDERIEELLREDSDQVRGQNLEDGVELNQDAPVNDDDLLNELTSGLVTDASENVNNDDIQMKTDLASFGSDIDLKDISLR
KLCDEDFYCKECFEYLQLPCGLPCGHTFCLECCEIIDDCPTCLWPSQNEPRGCPQLGLLIKSHRPNLSQFSMDEKKIFLK
SMSETKRLQKKIANKEKDGKGDEIIDAKT                                                   
>Contig8428_Abeoforma_whisleri_fr2                                              
KFIQILAQYDKKLSIIGRKLFGPFSVRESELVLLNYLQSVDAYAKRFLRYISDESVRRKHSPVLHDVIVDLMTTYIGLCC
ELVHLRELQNLRITFYKRLQELHDSVTLPEKPQDINRHLKEKHDILTFAEERFLKMNGKMRYLVSLANETISDKTKVAQL
DCTICLNVISKGMMTECGHVFCKDCIYEWLKENVKTCPMCKGSISKSSLVPVGLEINATKEQDNPTPSQVDVVDSRLTKL
PKFPFKGSYG                                                                      
>Contig34271_Abeoforma_whisleri_fr2                                             
SFCFILFLYFLVL*CFRYFFGSYFPFFF**DAEMAFQLGFLESATFFDSATPTTSLPSLSHSYSLFAKCCYRRGAALKAL
NRHYEALVYYSIGIILEERTAKDDSSVGVKNNDGNCQFTFDSKNKLHHSAREIIEILLMTESDGNFDGFIKKIQLGNLFD
VPDFVKSLRELYDDIISRSTTTTTPPSPPTIGEPVDNNDMWNMTGSFEPTKKVDQATITSRRRRSFSQSATAVIQAASRS
SSLLSLSNFKLHLEKKLAIVRERLDCPLCYEMLYLASTLPCGHTLCRSCVARSLDQAFDNEPACPFCRYNLQPYLRYLNI
RAMVDNANDTFIHYSKKVITNSCIETFITQYYTEDYTNRVKQASIDESAAPSKSSLFEGDEGVNETENIAIFICSCVLPG
NHMKLRIFEPRYRLMIRRCIDNGQKAFGMVQDGSKEFGTLCHMISFQQMPDGMSNIEVKGGRPFRIKEWGSKDGYSTAEV
EFFSFLPNLTDYYPGSSHKDVTSDPTLQEKLAKYEASTARLLFLKQAANELTATSPSSVIQKILNVNLPVPEQDIPFVNW
CIQAMLPAHDHYNLMFGDDMRSDVHLRIEYVGKFWEENFPLLKEAMQKMTGLLGSLN*VLVFYV*RLLSAMMVIQIVINY
*CLCVYVYVKKRPGFTKTYFNSVKTEDHCDIWSYCVMDGITIIE*NYF*LCPKML*PDTLKPGEV*LAARIIYNIQNCVL
FFSKSQRKSFYQLLN*IV*K*LSMMMNIHFSENALCI*KNRIFGFSTNYHE*KTNVRTLSLSLIELKGKKKKK       
>Contig34273_Abeoforma_whisleri_fr2                                             
SFCFILFLYFLVL*CFRYFFGSYFPFFF**DAEMAFQLGFLESATFFDSATPTTSLPSLSHSYSLFAKCCYRRGAALKAL
NRHYEALVYYSIGIILEERTAKDDSSVGVKNNDGNCQFTFDSKNKLHHSAREIIEILLMTESDGNFDGFIKKIQLGNLFD
VPDFVKSLRELYDDIISRSTTTTTPPSPPTIGEPVDNNDMWNMTGSFEPTKKVDQATITSRRRRSFSQSATAVIQAASRS
SSLLSLSNFKLHLEKKLAIVRERLDCPLCYEMLYLASTLPCGHTLCRSCVARSLDQAFDNEPACPFCRYNLQPYLRYLNI
RAMVDNANDTFIHYSKKVITNSCIETFITQYYTEDYTNRVKQASIDESAAPSKSSLFEGDEGVNETENIAIFICSCVLPG
NHMKLRIFEPRYRLMIRRCIDNGQKAFGMVQDGSKEFGTLCHMISFQQMPDGMSNIEVKGGRPFRIKEWGSKDGMHIIIL
CK*NIGIIIIQS**                                                                  
>Contig63478_Abeoforma_whisleri_fr2                                             
FVLNYKLIYVMYSRCST*NNTVYTAFRLKRKNLSAPKMADNAEPAAKCTFIKKKRRGQVKKRKARSDTDSDESSDNNSAV
VKKTRKRVGGISAGIKKEIRTTKDIKKSTLEDFGVHSIQSDRSAVASGPQDQGATSTVQIDAIIKEDPNAKPAVSKFIKP
GPTMGAANIRTTIRWDYAPDICKDYKETGYCGFGDTCKFMHDRGDYKMGWQLDKEYDAGTYGKKNYEEEESSDEDEIPFA
CFICRKPFTDPVVTSCKHYFCCNCALGHYKKNTKCFVCNAPTGGLFNAAKEIIQRQEKQAEMARNEL*TFTLIYDLQPEV
VPKQFLNSFL****CSHRGGGYHLKMMRTLLCVF*VILILWWFLSKSKTEPNILF*CYIFKCRF*KPQNL*WRIWNKCIL
R**VKAKCNLC*FNFSLTGSLQLKSRYNSSLRNTYINSKISKYLTNFWEAILSRKFGFFDESFRRMTLAKFL*FPIQKFH
KR*HHLLI*ILSDPTCARKLRDKKMKP                                                     
>Contig69440_Abeoforma_whisleri_fr2                                             
FVSFFFFFYFLNYFSFSYSFSYSSSFSVVPLSSSNRLFFLFLFTVFFNLLPMSRRSKRNALQAGDAFDNVKPSTLDRMEI



SDGEDTPTRRSPRVVKKNSDSKIEDLPVATNSRPKRLRSSSNSPASSKDSIKIKTEVNQSKKKGNDVNYDEDESDDDDQD
FEDDDQDDDFVLPENHDNEVIELSDSDFEPVVIKKRGSFTDRGKNAASSTSCSAIVFNSDDDDDDDVAVMIETKKPRKKR
APRKKRAPRLTKEQKLHKNHPELQEVFDGVDLESHAGKKVSKDLKTDNIQPKELLLTLLPYQLEAIEWFKAQEEGPMKGG
ILADEMGMGKTIQMISLFLLDLPKKKKTLILCPTVAMLQWKSEIEKHTVKDSLSVFLYYGAVNISKKELEKYHIVLTTYA
TVESAFRRETKGSSKQGVVTKKKSVLHSVDWDRIVLDEAHHIKDRNCSTSKGVLKFRATTRWGLSGTPVQNRVGELYSLV
RFLQIDPFAHYFCYHCDCKSLNWDFADKKSCDHCGHYRMQHFCWWNKEIMRPIQKFGGFGPGQDAFGKLGFLLHKIMLRR
TKIERSKDLGLPPRLIFKKGCQFNDEELDFYQSLYSDSRTKMETYVSEGTLLNNYAHIFDLLTKMRQAANHPFLVLYGNR
TAKIAECADVCGICQELAEDAIISKCQHVFCREDIKEYIESCIGDSPTCPVCFIPITIDLDQPTLEEAKKATTKVSTVNR
TRILNRMDIGGWKSSTKIEALVEELTILRNRDCNIKSIVFSQYCSFLDLIKWRLERCGFNCVMLDGRMRPEQRQSMINEF
STNPKVSVFLISLKAGGVALNLTEASRIFLMDVWWNPAVEFQAMDRIHRLGQHRPIEVKRIIIENSIESRILQLQDKKNL
LFESTIGQNGAALNKLSQEDVEFLFSV*LK*TPLHT                                            
>Contig2749_Abeoforma_whisleri_fr3                                              
EKKRKKKKRDMSNEKVACTPVLKRSATETEDVTPVLLRSRTLDQKDSNANEPIKLYRLLPLHDSLVGHTVDAQKVTIGRN
ECDIVVNDTLISGSHCTIEWKNNAAYLTDTSTNGTFINGQKVVGEVPLKSSDEITFKTNESFGYLYKSIANHSDAPTELE
ENLMCAICHDVLYDSVCLIPCLHTFCGACYSAWMDNRKTSCPTCVGEVTQVRKNHQLQNLVDTFLLKNPDKRRSQEERDQ
MDKTNKITKEELQIKPKTKRARIDHYDDDDEYSDSEESMTTDTEPDADFCRQCPGESRAGMAPFNYQCPAQHPHVRCNCC
YRLFPDPVKVQQFLETNPYTPPDGALDRPIGRCDSCSVYYCNSYWNCTCMDYCIKRLGGFLPFHLSGSLLSRPLGSNMSE
NVIFQQYLLDKSMSLADVVTQSLEKLKNKEIDLKEVKPVSTTANKEITNDSYLCRACYSTYLKELIYLYRASIPSSDLPE
SVTRRPDCWWGRNCRTATHNANHAQKLNHICKQTKR**QPPDTDTICMSRCEFIRKSYMWPRTHI*NPRLALQF**H*FW
IECHRKITRR                                                                      
>Contig10870_Abeoforma_whisleri_fr3                                             
THTHTHT*TYQENQHNTKRRKDRP*ILHFGLYFYF*TDLIMETEFGDLFEGSNSNNNNNTTSNNNNDAKDDEVLEEAKAS
SSSDQPTPQDNSDFECNICFDLPTDPVVTLCGHLYCWPCIHQWLEIHTQQSVCPVCKAAVDREKVVPIYGRGNPNQKDPR
TKTVPPRPQGQRTEAAPPGNNFFGSEFSSGINFSAGFGLFPGMGLYYSTGGGQGGTIRGGRYGGGAAGIAQEQMAPNEMQ
QALFSRILLIFGLVILTSLLMS*EDTENTIYFVNFRKYFEKILESIKSKKIKRF*FFGLNCHLIKIFIEIPK*PQPLEKK
KFRPMKCIRQFFRRETEICDN**NFRSNSPIQTRRGGVGWFGYVFTSPFYVKK*AEQKPKKTKKKTLKFKK*QP*ERVKA
KSEKESKR*RIYKTKVTNSLEAFLLFSHLHLKIKGHFYHFPTYT*K*KAIFT                            
>Contig19222_Abeoforma_whisleri_fr3                                             
LLRFVTFLLFFLIASSCNHKGSNDKNKELECPVCLEIFSEAVQISCCGNTFCQKCIEAIKNVDIRTSTCPVCRSALKNVQ
MVPDFKSQRLAKSVVQPCPRCKLFEGNYDALQSHLQLHTRYVDKMFTSSEVSKSESLLKTLIKIQKENLGFIEIYAHSGY
KDLKIKRKFSNNGGTHTFWMTLGNYNVSCFMDRDKNGTKPIAYVTILHPEDSASNEQIWHIPPDPKRWANHTSLGTQNAL
TQSNFLKYRRNEYFLLAFT                                                             
>Contig57253_Abeoforma_whisleri_fr3                                             
SFSGEFKLP*NS*EQNNKEKMTTLECSVCLEPFARDINPPMSLVPCGHEICQPCLEQWQRQSTQRRMKTCPMCRTRVESQ
HLNRGLMDAIEMHNGANSNNGTNNNGQGPSTPPNPSGGTSQNIFESGLRATASLVDQDENVPAFVTALKEKNEIIQDKTE
IMYCVIDNSGSMGCSDGKIFDSVPSQNGQGTELRKIGGNTRYGFSSGEVTRWQEACHKCNQIAKYNVQRSMKAFYYLLNP
RQPNRWVEDLDYVEIDPLALYQANSSFEGKEYNTENVTKACQAKLDILKNTLLQKKNIRGATPLDSITRHLQSKLHSTYS
STKNVAINYNVVTDGLPNDARVFENQLRNLAKTQTIFLTINLCTDDDSVVDYYNSLDTKIGGELSGMDVIDDLEGEQKEI
MKAGNTFLTYYDDLHICRMAGCNSVLADVLDEGSMSSFHMTKLVRQLLKLDSNPAHYSAMWYEDTEGFLKLVRESNKMVY
NLYYRKQTPLIDENKVARNINWQKSTQDYSKFYNENIQPYSSYLLIAFLIILYA                          
>Contig70506_Abeoforma_whisleri_fr3                                             
SENGARLSENAILKDLKCPLCRKLMKDAVEVPCCGSTFCEECIENWLFDHNFQCPSCKQNRVSPDKLTPNDNIRLKVEEY
MRENEVEFEEKENSDSESKVENEPEVNTEDEPKPESEIEPKQEVKQEIKEESEPQPETQKQQTIAEGDIKLEIKQPIEPE
IKPDIKQEDSTQAPRTSPMPHPDQNWNQDYSHRDNNNNTNKTTNR                                   
>Contig71632_Abeoforma_whisleri_fr3                                             
SVNFVEIQKGFLTPMDDMEAIDDKDIPKEMTISLLPHQRIGVKWMKEKEDSSLKGGLLADDMGLGKTVQSIALMLLNRQP
LTLIVVPTALLGQWQSEIVEISNGSLSVSIHHGIKKSENIKRLNSSSPPDVVLTTYGTLAAEYKGHSSLVKDSKKRFALF
ERKWSRVILDEAQMIKNKKSLSAMASCQVQTTYRWLLSGTPIQNNLEELFSLLSFLKAEPYNNFSWFKNNIGVGSKSSKI
TETKAKTLKVVMKHICLRRTKFMKLNGRKLLDLPERNVHIKEQVFTEEEREFYHAVEKDMQSKIKDHLSRGTLMKNYSSV
LAMLLRLRQICCHPKLVMEAANAMNVANNSSNLHKKEAQAKAIKNITPQLIDRINESLSESYECPICFDTCENMTVTPCG
HLYCEVCLNHVIEGANGEADCPLCRSSITPLSIFRAILIAEKLNLSESELGELPDSQKELASTSDSLAPSSKVTYLVENV
KRIFTENDCEKIVVFSTFTTFLDIIQDHFRSRNIKFLTYTGAQSIKEREANIEKFKSSRKSIVFLMSMKASAVGLNLTVA
RHVFLMDVWWNPAQENQSIDRVHRIGQTRNVEVHRVTIKDSVEDRILALQVEKQGLVSAAFGDDGQTTFKGGRGLSVADI
RQLFNM*CILL*IERG*PFKA*LTSENYK*ELPVRTTVHSWKGTGH*PVVF*RE*PKRFYSEEGVISVVKDEHLFLLLGK
AYIRPGETY*LEIALENVLN*LF*KRWAKLDGRYISVIRTNILYQKRGT*DLFIRTYYGWSIHRFQSSLSLETMTEILLL
GRDICQKDMKQFYTIFA**RSPNLACR*EIADGIFFYYEILQPVHKYG*ISKIKNAEM*PIIYIT*DSVFYDFVIIRRNH
VLCKFLAKSL*INLFSNRADWKTLTMRLELQKPLITP                                           
>Contig64592_Abeoforma_whisleri_fr4                                             
VLFV*GAF*KMTGEKMIVDNETALSEEPVKRKAIDVEEENENKESKKIKINSQDTETHKDETKDEQVNDVDTGKKAAEQK
KEHKESTVEMEELESKESDRERETSEMTITTTNGKKDDIENMINVVVGEDKDGISKTLLKENNQRLERENALFKSALTCP
ICHGFFIKPHTISCGHSFCGLCLKSAVRTNIEESNVRGCPICRTEIETVPSFSYSLESQFEIILKGMEDLEEREELTKKA
KEAQQFFTHFEWETLFPVQTMARKHYIYDNGDKIYRCVTCLGEIANGHCVMCDKFFPDILDSTTKGNNEDLDGDEEDLDD



YSEEDGDSDDCSFIDDDDVEVIENPNSRQTIIIDSDDDSDEDMDDEQHHEDNSEDDANTSKTKANDNPTTSEKVQPAKAI
EQFEIFDDEDDEIEGLACGCDATCLDDCSCSDGDCDCSKK*ILLQFSSLILSPLTLATYGRSYLRIYYYSIPIVSLNCIL
HLSSV*IDAFKLQMITSLSSLLFERGFLILETTRRQVVNDKLHIKK**HKK*VVHSVLVGLSLFLLFSLQK*VVDAALKY
T*LKAKTSRSRLLVFISTKHKITNTDVK                                                    
>Contig2485_Abeoforma_whisleri_fr5                                              
RHTKHFVTLRKMIHLTKTIETLSQLQTSLDCLLCCKSIRDPHTIMKCGHHFCKTCIQSSLEKKGVCPTCELPCWKNDLKP
NHLLKDLVDAANFMSIFIADPYEPKPNVPIIVDDTKRAKRRSCQKLYQKNAFTEATIKHRKDEYFLEKRVKTNDSSSNKP
ETVLVTPDTRINRRGRRKEPKQDSIRNHVFVTPSSTIASSKRKKRRVSEPALPTKMKRDIIKPRAPNSARRVKKTSTPGR
NAKGETALHRAAIKGDMEAVMKHLSADNCVINAKDNAGWTPLHEACNHEHIDIVKKLLDAGADVNICGWDDVTPLHDTLN
IGNLEIALVLLQHGANEKALNAALLTPLELAEPEIRLPIVQFLDQRKGGYETLLAKPTSSSSSSSSSTTSSACASSTRPS
RFNNNNKNSG                                                                      
>Contig3582_Abeoforma_whisleri_fr5                                              
DNRSKGKLQLKNTLVQLKHGKENQKVNAQTPTTLFPFPITIVK***YRAMSLESCIDCPICLSHFVKPTITVPCVHRFCE
KCIKEVINLRAICPICNGGIQNTLRDRHFDAVVDAFLKADEAETLKLLTAEPEAPKPTDIFFLVIEEMNPVLKEQQRVFI
REYREASRILDAQIAVHQNSVKILHKDSLTNDGEGQRQLKLIQSQKDEAVLKLINHMQSHLEKASSSNAQIIIPTSVMIS
FIFGNVKIESFDSLIPQFWTGNDVLDLIKQKIKPLELQIGEAYLVIKDSKNSEKSSFISPLNNKL               
>Contig56454_Abeoforma_whisleri_fr5                                             
FVYYNIQN*HLLNIKEEKERK*ELKMDTFCFSSDDDSDVIDLTEDVSFDVSNDVSFDLVPTTSSEPVVEIQKKTKKENVL
TPRDRKKEEFTIPYAAKREKRSHSSREKENLFQVDDAPIDSLKKNGVTYGFVRDDASVQAPIGEDSTLKRLMNIDSISHA
STRVPVAATPGPAPLSSRRIIVAIEGQINLGFVQATIKSLIKIPAPAEFVYVKKVGSDMTIVNNDDEKIGQLSYIEATAI
NSLMVKKIANVYGQIPTYAKAKDGSIHVNVFIEGKEEDRDTILSIFKRWNLSFQNLGTEDSAPINDEFLNDDNITSLFEC
MKHANNLELAPNPKMLATELFRFQRQGLSWLIDRESPKPPAPGQRSMFWEHKQKRNGTGYYYNTITRHACVSFPEQPRGG
ILADDMGLGKTLQILSLICSDIEANQKTTGVGMTTLIICPLAVVSNWINQIELHAKGNLSYYVYHGMKRNNSPDFLKSFD
IILSTYGTVTSDYQASFGELKFLQGLFKIDNWRRLVLDEGHSIKSKSAVVSKACIALKSSRRWLMTGTPIQNKLDDLYNL
IKFIKFDPFDQITSWNKMIVKPLKAGDTRGIERLQILIGAICIRRKKNEQIEGKPIIILPDRNVEIVKVHACPKQKLIYE
LIRESNKKTFDDMMRRGLALRNYMNILDLITRQRQICNHYILCLRSLKKEDRESVLNRLNRRADNKAADENVQADIANQI
ISPETARLLNMLKEVEDNEEPEECSICFEFIKDGAITPCSHTFCHTCILMTLRMGQTNCPLCRAEIKEDELLIRRKEVPV
PVTTPTAPVASSSALPADFCDVTSADGFGEDLLKEIEPSAKINRIITLLNEIQDRDPDSKTVIFSQWVGMIKIIEHFLKK
NDIGCDLYVGSLNMDQRNAAISNFRNNRGCRVLLASLRCAGFGLNLTEANNCILVDPWWNLAAENQAIDRVHRIGQKKTV
YVYRLVIEDSVEEKILMLQEQKETLVSEAFGEGERNHSQAQREKVMKLKILFS*IKRGKKKRGGVKGGGDRLYESRVIQI
SQEFLEIPQRRLRR*IMIDSA*FPAIRLGDNNYKIGRLPVWAFKKILPK*FF*RLA*IKFH*KENFKKSR*LHSYGI*IT
LIKDHQNY                                                                        
>Contig71899_Abeoforma_whisleri_fr5                                             
FWHLFPIQMSLMPI*LIVNCVTRKGLNKKIE*GNMDEDRLIANDYVSEAYKRMLGLRKILECSICLSLFEDPYCTPCNHS
FCRACILQHLNRKQT                                                                 
>Contig56357_Abeoforma_whisleri_fr6                                             
EFLNCSLCKRRKKDTILTKCFHAFCSVCIQERYESRRRKCPNCLDPFGNNDFHKFTL*IKKYITEKKK*KKKPQ      
>Contig56455_Abeoforma_whisleri_fr6                                             
ITITPIYDLFDNVLNNAARNEALIKIPAPAEFVYVKKVGSDMTIVNNDDEKIGQLSYIEATAINSLMVKKIANVYGQIPT
YAKAKDGSIHVNVFIEGKEEDRDTILSIFKRWNLSFQNLGTEDSAPINDEFLNDDNITSLFECMKHANNLELAPNPKMLA
TELFRFQRQGLSWLIDRESPKPPAPGQRSMFWEHKQKRNGTGYYYNTITRHACVSFPEQPRGGILADDMGLGKTLQILSL
ICSDIEANQKTTGVGMTTLIICPLAVVSNWINQIELHAKGNLSYYVYHGMKRNNSPDFLKSFDIILSTYGTVTSDYQASF
GELKFLQGLFKIDNWRRLVLDEGHSIKSKSAVVSKACIALKSSRRWLMTGTPIQNKLDDLYNLIKFIKFDPFDQITSWNK
MIVKPLKAGDTRGIERLQILIGAICIRRKKNEQIEGKPIIILPDRNVEIVKVHACPKQKLIYELIRESNKKTFDDMMRRG
LALRNYMNILDLITRQRQICNHYILCLRSLKKEDRESVLNRLNRRADNKAADENVQADIANQIISPETARLLNMLKEVED
NEEPEECSICFEFIKDGAITPCSHTFCHTCILMTLRMGQTNCPLCRAEIKEDELLIRRKEVPVPVTTPTAPVASSSALPA
DFCDVTSADGFGEDLLKEIEPSAKINRIITLLNEIQDRDPDSKTVIFSQWVGMIKIIEHFLKKNDIGCDLYVGSLNMDQR
NAAISNFRNNRGCRVLLASLRCAGFGLNLTEANNCILVDPWWNLAAENQAIDRVHRIGQKKTVYVYRLVIEDSVEEKILM
LQEQKETLVSEAFGEGERNHSQAQREKVMKLKILFS*IKRGKKKRGGVKGGGDRLYESRVIQISQEFLEIPQRRLRR*IM
IDSA*FPAIRLGDNNYKIGRLPVWAFKKILPK*FF*RLA*IKFH*KENFKKSR*LHSYGI*ITLIKDHQNY         
>Contig57404_Abeoforma_whisleri_fr6                                             
NNSNSNNSNSNSNSNNASFNSEASTSSFALDNDLNNVCPICSCVIYGNFDDVNLHVDACLASQTNTGDEGQGNIDSQFCE
NGFNDEYNDNEGDNDGSFECYTWAGQTRVRATSLNGGFKGNGTTNSTSAENDVDGDLEVEMDDTEQFGDPEYLEGDIISS
KNDNSETLRNMLSINQPKRSSTTASPRKLQSDNKNDVCDKNLDQEKEDQKDQLLEKISKMKQNTILENESLTIKSLKYSI
IEMESQLKAKAFHHCLICLSPYHIPVVSTRCWHVHCEQCWLQTLGAKKLCPQCNIYSKCGFEENIPLIP           
>Contig64591_Abeoforma_whisleri_fr6                                             
IAHAVQYTQTI*KMTGEKMIVDNETALSEEPVKRKAIDVEEENENKESKKIKINSQDTETHKDETKDEQVNDVDTGKKAA
EQKKEHKESTVEMEELESKESDRERETSEMTITTTNGKKDDIENMINVVVGEDKDGISKTLLKENNQRLERENALFKSAL
TCPICHGFFIKPHTISCGHSFCGLCLKSAVRTNIEESNVRGCPICRTEIETVPSFSYSLESQFEIILKGMEDLEEREELT
KKAKEAQQFFTHFEWETLFPVQTMARKHYIYDNGDKIYRCVTCLGEIANGHCVMCDKFFPDILDSTTKGNNEDLDGDEED
LDDYSEEDGDSDDCSFIDDDDVEVIENPNSRQTIIIDSDDDSDEDMDDEQHHEDNSEDDANTSKTKANDNPTTSEKVQPA
KAIEQFEIFDDEDDEIEGLACGCDATCLDDCSCSDGDCDCSKK*ILLQFSSLILSPLTLATYGRSYLRIYYYSIPIVSLN



CILHLSSV*IDAFKLQMITSLSSLLFERGFLILETTRRQVVNDKLHIKK**HKK*VVHSVLVGLSLFLLFSLQK*VVDAA
LKYT*LKAKTSRSRLLVFISTKHKITNTDVK                                                 
>Contig24007_Pirum_gemmata_fr1                                                  
PICMALLCDPYLTPCNHSFCRVCILKHLKSKNKCPLCNKDKLTKRSLKVNHSLVEIMNLALELHESFIKDTAHLDLKSES
GNEAESWQVTNHFFLSQDPGRNRKSSPPLIIGNKLKRQITDKSDFYTSEEFCGIPADSFNGFENNENGSDTDEDNGNAIK
DSNKISQNVNLNSNYNNNNN                                                            
>Contig34923_Pirum_gemmata_fr1                                                  
KGYRFHSSSIDVCIEVEGIPKLKDEVIALFKRWQLDFNTSGLNPADICVNTNDDDMDGDTVLQILSCTNSAATISKMELV
EAPKYLAITLFEFQLQGLTWLLNREKQVVPEPGKNRMFWEHKEDKSGAQYFYNHVTKQVLAKCPPMPMGGILSDEMGLGK
TVQTIALIVSDLENNRPPKKNRTSLIISPLSVVENWIKQIDDHTNGGLSVFLYHGNSRNCSLSYLTSFDVVISTYGTVAT
EFTATSNSAKSNNRLLYNINWRRVILDEGHAIKTKNSNQSKACCALPSDRRWIITGTPIQNKLDDLFTLVKFIKFTPFDD
ITLWNQWIVNPLKNGSTRGIEILQVLLANICLRRTKDMKIDGKPIITLPPKYIHNVQVKLSPTERALYSSLEESGRRLFR
KFDKQNLAMKNISLMLELITRQRQFCDHKSLCLGKLTDVEYRQIIARHERYLKKIEEEKEQEEKEHENEEDTANLEELVN
LFKQKRDEEKECSICMDDYQKPVITKCNHVFCHNCIIKSIEQNGSDCPMCRQLIREDELTEEPKLPEAKASSPSALCSND
QNLESSDKIEKILELLSFIREKDPKAKTVIFSQWVGMLNILQSFLIRENFQFEDYRGSLTLEQRNLAAQNFRTNDNIVVL
LASLRCAGFGLNLTEAENVIIVDPWWNLASENQAIDRVHRIGQKKDVNVYRMSVQNTVEEKILFMQEKKEELCLEAFGKG
HTNRSAKQKTRLNDLRFLFSKSAYTRKDILEKRMVNEEATANILNHPLQPQPQPQP*S*PSPCFSNFRLFILAKPKPKPN
PNTNLNPNPKPKPKP                                                                 
>Contig41786_Pirum_gemmata_fr1                                                  
VFNYDSFNYENRGKLSDVDLSYMNKSDLTCAVCLELLYKPVIMQNCGHVFCIWCVFRSMDSIQASMCPVCRVKYEKLPRI
NNFLDIFVHAAFPELYKQKQKQTIQEVNVFEKLENQRRSPLQPVSVVENNVESNNDFENNSSTFNPTTTTT         
>Contig68458_Pirum_gemmata_fr1                                                  
IVIIIIIIFISFFVILLFHFINNVS*LSLFFFLSSLFFCFVTNMGSKRPSEGVDSVAKRSNGQLETDFVFENNLLDEILK
KMSYEKLKEKNKEYAGKVQVLRNEYNVYESKIAKCIEKRRIFHSNTCALNRNWDLIDLNLRVISSHLEKLKIKDALTNGK
SFFVHVNYGENNNEHEQEKDVSMLDFTVSLLEERLAKTKECIGFIIDEIGKQRGDTDSFKKKDDISGYLQSINSLTEALD
TRVALIKVGAIKANKDKIVKKALIVSDKVFDSEFENEKIIKKLILQKLSKTPKTEKKKNITDNVGNNTKDEGNNKEESEG
SLLLKQKENISTLVERRNEELRRKKEELSKAKDDLSALRQHMKSLPDHLIFNTPQFKILQQQVAVHQKELKEIKELEEES
RNDNYSYTTALKMFSANLEKNNKENAALKMINAAQEFCKNNERNKQTLIQEQKIFDKDNKEGKFSGNTKEMHTLIETLQV
QILNLKREITKCKSKNGKLKDEADEEEKKMNIYTKEEITEICNAQDDDKIAEAFKLLETMDEDLDNNEMQEQVIGSEIDN
IIDSYDELQRKNAMLVEQLERKEESHLLLLDQQIKSSKLQDVAISEKDSAAKKMNYMTKRIDIANNFIKLLEEQHRTLSQ
QVTLLEKDVSFRNQAIDFFKKHTSDRSQAFQEMQASFEKSRQEHTTMIKGLQENTANLEKEIFLRRRLIENKDEMNSEIS
AFKKAGLVAVDSSLEKEAMIYKDMVNCSLCKKRKKNTILTKCFHVFCSTCVQEKVESRNKRCPECSDLFGPDDFHNFYF*
IYQTFL                                                                          
>Contig75824_Pirum_gemmata_fr1                                                  
KIKIKKKNLPPREGDITY*LEVY*IKKKKYLISKSKLKILLLFIFIN*CIIFKSIIHSFIHTDTPS*QQHPTMKNSNCPI
CLETTPAVSWRGNEAKRLLCCGHLVCSPCADQYQPHNFVANQGKETCPLCRANVPSTEEEGFELVQKHAKNGQAWAQHNI
GDRYSKGRGVSVSNELALFWYTKAAEQNYAASMHGIGALYQTGKMTDKDKDNYKIAEEWYKKAIEQDYTSSQYNLGVIYK
EQGKHEQALYYLRLAAEQKFHLAECELGIIYEHGDCGLPVDLALAEHWYELAAWGNNPIAQFNYGGLFFQKGRVSVALCW
LRKIVKTPSDVQANAVQLLASIEKALSTACSGCEGKANSPNALKRCGGCMTPWYCSSACQKKHWSMSHKKECKDAQELNK
KLDAL*I*INKVFRFTC*LILCFC*MLCLFLSM                                               
>Contig76001_Pirum_gemmata_fr1                                                  
NNNNNSNSQGADDNNASSSNSQPDKEEVISLFDISGVPKVKKKNGIINNSKILENTIDIVLDYSDDNSIEVTEDVDDASV
LEVQPPVCEEPTTVSSSFHDPATRSDEAVIDDMSVVDLTNDENNDDDDVVLLSENPGSGGCEIIGTQGSRSHRRRRPTPY
TLPSPSLFGMGLSNINILLSSLASRRSFPTANEFPSSAGISAAEDTSGDVVIIPPPPPKPREIPEDIRKANEDHKLSQDG
TRIQKTCPVCLDIIQQAVSTKCGHLFCEKCINGVMGSTKVCPICRRKVTASSLRQIYL*DPIFQRIIFMLSLRNNVKLNL
P*FNFVGLKIIWVCGYIDLSFFSELIPPCLS*KEKASL*IRNSLCYSYYRRKAGEDEYPPPGGVFTPLFIS         
>Contig79167_Pirum_gemmata_fr1                                                  
NNNNNKKK**R*NIRKSMSRNKRKKNTDFEVIQCSDECDSFDPHHEVFVIDDVPSSSQVSEVVNVGASPVANSIQNFSPI
PEVFVVEDSSSPKSHRSRTTSRMRDVFEVVAQTADHLPTTACNRCTYLTSSQYCEMCGDAILTNNVKNRNDSLRNSLGYR
SNARNRNDNTVNPLERMLQQLGYQGMFQNLLTEHNQYRMEPLVESRINRSRPRKRKHEEMKEPEPSAMEKGKSKLNSVLT
EWEIINLQYPKINALARTNFLKHLFPDISQTKLNRYRVNFEKTSLDKKLPNYPLWGLVEYVCSIVVEECKNENKVIGNLA
TPDLPSEPNKKINSALSPPGPSNSNMNITGSIPLITPETMKIFQKYVHLFLKKYNFEYYMESIHAIEEQATNSQGDESSK
KFEDGIDCQICFDKYSIEDCVPCGSDNGIHFFCKPCFSSYITQTVADKAGSTLNSVQCPSCPAFFNVYDVRNNISEWDAA
KFDNREETRNKKVALAAKAVLYCECGNVAVISEEDFGNGLIVCPGHDDISCNKTYCCNCGNENHGKDPCPPARETVEWIN
KHAKKCPNCGTAIEKNGGCDHMSCQGSQGCGHQFWWRLGFILY*KKIFEC**NLTVPFLFFSVV                
>Contig74005_Pirum_gemmata_fr2                                                  
NNNNNNYNRSSPDLPTISVFESKTSSHLFLADLLVQAFSITSGRHLLREGSRLRVEKTANKMKSKNNKKKFKPEDMLRLS
VADPGPNLGKSVGRIPHELAQIISPLIDQNYIYVEGISIDDHEQLAVISRILISLKVYLKEEAFDRPSKVLNAEEDLKNT
EGKKCLKILLEKLNKSESISLEKDEDPQKLLADTQMDSLYARANCQNINLEEFNPGTIMKCELRPYQKQALTWMLNIENG
GAKLKPTNNDEIQETLIHPLWKEQKFDNHELFYWSPYSCELSLTFPALANTTVQSGILADEMGLGKTVEMLSVIAVNHPC
YEYCNNVQDINTSIGEVCTTLIVCPLSLLSQWESEIKNHTRLKNAYIYYGQSRLKATKRSLDDYDIVLTTYQTLAADFNN
TTIGPIFNIQWYRVVLDEAHNIKNRTTSSSKACTEVKALRRWALTGTPLQNRIDDLYAIIRFLKVSPWDSYSFWSTQIST



PFEENDKKGLTNLQGVLEPLVLRRCKNTKDSDGNALVPLTNKIIKKEMIELTEHERDLYNAIFTRSQLRFSAFMKAGEIM
QNYANILELLLRLRQCCDHPFLMIHTLKSKSKQTSKHTFSDIDKIMDTFLKHTQGYSDKLITDNPIDGPYDKENVNNLNG
QGNKTSPKGKQNENNNDGINFALSIINDLKSGKLQREECPICLEPPDELVITPCLHTGCQDCMPGVIAQLKSCPVCRLEM
APEQLIIPPKEEQENNDNKNKDESDQQNTRSTLSSKLQKLFEDLEKLSVDYPNDKCVIFSQFTGMLNMVQDELFLRNKDF
VRLDGSKSLSERSKVLRTFREFKNCKIILISLKAGGTGLNLTIANHVYMLDPWWNAAVEEQAMDRVHRIGQLKDVFITRY
IISNSVEERILEIQENKKAMAHDALNSNEEERKAERMENLRTIFQLTG*LKNKK*K*KNEKEIDK***L**PNKMVVILN
WG*TNHLNYLS**LVANSSLQY*YYTIILLELRK*K                                            
>Contig76294_Pirum_gemmata_fr2                                                  
NNKNIVIMNEQSSLIEGVDDGPLFAFLFAIMFFSFCVFKIFQTSFLNSISRASIHPSSLNIVESIRAQLIQERNQTNEQN
EAPSIARDPLPSDADDCPICMCEAVFAVETICNHIFCGNCLFTYYTHQNTWRKIQCPMCRQEVDLLFSRFSMRESSLPQA
DEVKQKIHTYHARFSGGQLSYIQLIRSIPSIFSILLTRAFSFTSWMPLRARIRIFTTLICSIFYFVSPIDFLPESFLGIF
G                                                                               
>Contig82012_Pirum_gemmata_fr2                                                  
SIHPSIHHSHYTYKYEQDHPLIIMSSFGLTQIKAAFRGEDSVVTLKRIDKFVKSLQETLKKLKKLKLPANPPNIADIVDD
ISKTMTLIMQKNTPPSLENDDYLRVFVPEMERKLAKIRNIIKSAAIDNEESSERKELSRFALLFSHSFQDLKHVYPHSIV
ESNFRFTKPETMEFWNRIFGTDIRIVPWDGIFKALKTRYDIPPEDEQPLLNTLDMTENQWVSWFEFDVFCRLFQPWDRLL
NNWKIIVLQHPGYQKFATYNEVTKLLGQYEDKVGSYVFRLSCTRLGQWAIGYVNKEHKIVQTIISHKSLYQALVDGNANR
TYLYPNGQDQNPDVQAFCYSTPVQTIQVTKEEHEEYMSTNSIFEICKICCTKYKDTKVEPCGHLMCRSCLKQWQSKGKNV
CPFCREDVRDCIKVKVVPYDTVGTDPNAGIPENFLKNYNQKKKRESETKAQASIEAHQQQQQQ                 
>Contig24132_Pirum_gemmata_fr3                                                  
DFEKRGGEPFFLF*KKLKKMLFYIYIAILILKAVAAVKNDLDSNYIVTIKKYDSKYCSSFSSSTQLDTSEYQLGRCYNKK
QHFGESYDFSMEKGKLKQNFYLKKECKILKSINDYKLNSCQPFYRNDIYYLAFVTLDTKPVQNFVTAMHSTGCVGESYKA
IINNLKVKAKEVCPICFEKGKYKNLYVTVCGHVFCKGCLQHVHPTSTTSHYIPCPLCRSSLFSDDQQPLHLVLAELKTQK
SAERNAKISEYISSTKISEFFTNLRNFGNARN*LDCVDPRSHREI                                   
>Contig79950_Pirum_gemmata_fr3                                                  
TITIITIFIISNYML*LKFLILLITQ*NF*MRFDIDEKLLFVQTPDSLLCKLCNEILLQALIIPCGHTFCEKCVVNLPAN
EGCPVHKHGGVNVQQCIPNILIEEQIEKLETRCKYGVIIEKDKVVPDPEGCPQILKYSELEEHHNSCLYKLVPCSNSEDC
GMIRRKHLAKHLEICPNKQCQYKGCDFRGTQKEINKHEVTCSRLDDAQFKTPDDKIKSLERRLRLKTQEVQEQKQTISEL
CIRLESLETTLIKRFDTLDRNVQTMGDNLQDTLSEFQLMKVQIAESKGPALPLQDKLHQYKCKGTFVGHQLPVWSLEIGG
EFLYSGSQDGTVKVWDHSSGRCVGTLSGHDGMVQDLCCFGNYLFSASWDCTIMVWDRDKMRSVMTIRGHDN         
>Contig80030_Pirum_gemmata_fr3                                                  
TATTATKAIQEKSNQKNISVPFDNLKFEQLLKLVRTEDNVSELDYIYVNLSENVSELLCSICTEPFVDPMVTRCGHTFCS
LCISRWLSMNTKCPQDNVVLTSTTLVSANRIIKNQVDKILCYCYNKDLGCHETVQRQFVKNHFLKECPYTSLRCPYASVG
CPEVFPRAILEDHVKICAHRRVRCECEELVSFASYEEHRQESCPFFKVLCKFCKTDVYRGDLPFHQNICLQYRVTCHYVY
AGCTYFGPRNQRDQHVSKDCAYAKVDGLCREVRQLRKFREEVTALLPEIKDMLTSFKREFFFSSDNIILLGLGLRI*K*W
VY**SFFE*L*YRGW**YRK*S*FGC*ISITGIWKVRICGLGC*ISIKCI*KVRIYGLFEPTV*VH*S*WFRYQLSSFA*
CFFYSL*W******L**YYFRRLKSDFLIMAMLLATLVLIV*VPALLFRLMFLLSP                        
>Contig80031_Pirum_gemmata_fr3                                                  
TATTATKAIQEKSNQKNISVPFDNLKFEQLLKLVRTEDNVSELDYIYVNLSENVSELLCSICTEPFVDPMVTRCGHTFCS
LCISRWLSMNTKCPQDNVVLTSTTLVSANRIIKNQVDKILCYCYNKDLGCHETVQRQFVKNHFLKECPYTSLRCPYASVG
CPEVFPRAILEDHVKICAHRRVRCECEELVSFASYEEHRQESCPFFKVLCKFCKTDVYRGDLPFHQNICLQYRVTCHYVY
AGCTYFGPRNQRDQHVSKDCAYAKVDGLCREVRQLRKFREEVTALLPEIKDMLTSFKQSENNGSINEASLNDYSTVVGSD
TANEVDSDVEFQLQESGRLESVGSDVEFQLNASRRLESMGFLSPPFRYISPNGSGTSSPLSPNVSFIPSNGDNDDNDYDD
IIFED*NQIFLSWQCF*LH*S**FKYQLSCFA*CFFYHL                                         
>Contig80032_Pirum_gemmata_fr3                                                  
TATTATKAIQEKSNQKNISVPFDNLKFEQLLKLVRTEDNVSELDYIYVNLSENVSELLCSICTEPFVDPMVTRCGHTFCS
LCISRWLSMNTKCPQDNVVLTSTTLVSANRIIKNQLARSLNLKTFTFIIND*LSKG                        
>Contig29826_Pirum_gemmata_fr4                                                  
KKKKKKKRLKKKNEILKK*FFLTKSVY*LIKY*YIPLIIITY*N*TIIISKSLVYFIYLFYYLFISQIMQNIKLVIVGDG
AVGKSCLCISYTTNAFPGEYIPTVFDNYSANVMVDGIPVCLGIWDTAGQEDYDRLRPLSYPQTDVFMVCYSITSHTSFAN
VTAKWIPEITHHCPNVPIVLVACKSDLSVNEDMAPVTRKERLDLAKRHPAIHATRCCSALTQNAIKDVFDSAINSVLNSV
PKSVEKKGVSAILKFKKDMAKKQNEIAESKKYLLPPSLPVPTRHAPKLKVGSSQIENDLSTLVNEKYHSDVLFITGGGNT
TKTPAHRVILSCASQQMRELFDQCDRAQVPVTEDFDYKELLSRLDKEKKMFDNSSDVIDKEEKAVQMAASFLIANTTNHA
IYNINGPETEVDDSDEETPEYETEEQQRLRENRIKRKKEMKMKKKIHKIQLEREQAQSKIIAEKCAANNLLCEFCQDILV
TPVTTDCGHTFCQQCLVRYVSYKAERNVTQVNCPKCRSRLHCLPAINEKVSKLVEEMWALEKEDKVDCDEATNATSTLVP
STTTARHTRLPQGTADITNQLSYIPSGIVAVGRLVTKKGHQQIVFVVNLKIHHSEFLEILHVLYTGRVPQCLKKSNSLNV
HHKNELQQEKRVTLESLEKAANLWPCQPLRQMCQNVKAKQPELNPSITTHLNESFGKVAMTYMFSQSEIADTSILCENKN
EITNNNSVTTAHHFVNIDKDGNEITVCDYDRDPNLEKEKNFRKIKNKKDKKNEELNNNNN                    
>Contig41732_Pirum_gemmata_fr4                                                  
KNFYCGLCLSSGSNVANPCETKCGHIFCEKCITSVIEKERGGTRARFAPCPQCQHLCSLYSIISLENGTYLKYSNIESIW
GQIYVQVKCIGLASFHFFDSNNANGEELPYIFYDHKRIPAAWALDNGNKIPERKYFENYTYDDTKRCFEGTITWDPVTFN
TISRREYYITFSDCFNFIVDGHVDAFDKNGVFVRSHKFGPKYSRYCKPENGDKNDKAKSDDENSEYEQYSLDDVYIDTRI



SPITHVFSSNDDDDDDS                                                               
>Contig59493_Pirum_gemmata_fr4                                                  
NNNNNNMNSSTPTRPLDASTSEVVKTPEKRNQNDNDDSGNKKVKSEQTKETFFRLLPLHPGLKYFPASKNITTIRKRTKP
NEEIDLELDFDCISDDTQCIITWNNDNATIKNHGKAAVFVNKSKIFDSTLLKDGDEIKFLANDKSDFGFVYQKVSDNNKN
TNRKKGEKMEENLLCGICHDILYKPISLIPCLHTFCGACYSDCKKTSSSRCPICMQSISFPQRNHLVENMVTSFLLENPD
KKRTQEELKDMDLRDTVYNNIFKVNSKLNNNKVDDNDSDIESGSESEVNAPRPCYSCTNSIAPNSFLAQYTPIENEWAKD
LDYSCSSNNQDVHRYCLCCGIYFPNSSLLETKHDANTNNTNNNTNYNNDNNGDDNGDSSDDNNKNSNDNSNNN       
>Contig81071_Pirum_gemmata_fr4                                                  
FNFLNNMEAALAKLQLALCCKLCHELLQNPVTLMQCSHNFCRKCIAESVAETCVCPLCDMPNWKTDLQDDTLIKSLVDAT
KKCKEAFTGPLSTFKKENNRSGHHNDFDISRAYVFKPLILTDSPSNQNPTIINIENEKENELNIVERRVSTRNKTSASAL
RNITNSNPKTGARTQQKTSPAGGQGGRAKRPKVERAKTSLRRASAPPPVNQSLLSTPANRRTKAKVSSTVPKNIKPTRKP
GANKRNSKGESMLQRAVIKGDIEQVKKYLCETDCNVNSKDNAGWTALHEACNIKDRFEIAKLLIEAGVNVNQCANCETSP
LHDALSNGNEKVGILLLEHGADPYKKDDCSLTPLDIMAATIKENVLEYINKHYNITTSQPPQPPQ               
>Contig82932_Pirum_gemmata_fr4                                                  
TNTNTNTNFNTNKANTTNNVTANDTTKTNTNANISSDNKLPSTSTSANASCSNTPKSRLSNSRSANGVSSKTFKILNKIA
QTPPAPARKKPSLKTNSEKKDTTSIDVLSDFLNCNICFTISEDEIYQCSNGHLLCKSCHSRVVAEDVAQCPTCRISMSRQ
HPSRSTIAETARDRLPVQCPNKNCPETLTYGTVNSHAAK                                         
>Contig3939_Pirum_gemmata_fr5                                                   
DNSVSCVVDFADEFLNGNVDSENKEVIKQQEEIEECVICLEINDKKIILPCLHSYCQNCIKQWSLVSNSCPLCRNKSSDA
EAWILADADTQLELGDY                                                               
>Contig6415_Pirum_gemmata_fr5                                                   
ND*MNGHEDDKSLSTDSGSHKRQPNDDVEKKAKRTNSSRDLNCPICQVEIDDAFISKCGHSFCFACIEEYLNSYRKCPVC
YTVLSKFDIHPNILYNKLS                                                             
>Contig7977_Pirum_gemmata_fr5                                                   
LLLKMECCICFELPKIPIDCGNCTGAFCMSCLETWAEKNNTCPICRIVLLEEKSESQFGDETNTTDSELVKKVDKKEMVC
PNKG                                                                            
>Contig16129_Pirum_gemmata_fr5                                                  
PESEFECNICLDQPTDAVVTYCGHLYCWPCLHQWLDTARQGVCPVCKAGVDRDKVIPLYGKGNKSNQDPRDKAPPPRPSP
QRPDPGPTGPNYHPDDFSGNISFSAGFGIPFGLPFGFSTYTYNSRSGQPDQSSANAAPNLIQEQQEAMLSRILLMIGVFI
LATLLLS**ARNLFFAMV*TVIYSLEIVFCHGLQQ                                             
>Contig16130_Pirum_gemmata_fr5                                                  
PESEFECNICLDQPTDAVVTYCGHLYWYFI***QKQQQ                                          
>Contig17932_Pirum_gemmata_fr5                                                  
LFLSIDAEEYNCCICLLILENAVEILCCGTLYCKECIDDYFLSCGKKCMFCSKRITSYPSYIKSTYTQRKIDNVAVTCRN
IGNADQLLQDKESKNALIKSCSRVQTLKDLSIHLGDCPLRSIQCKQCDIEFCAVDINIHNKEKCPFRRTKLVIYLEGLLN
TLF*KMETKFN*NQKGFLH*YLCIL*ALRYL*YITGCSTNIGLGLGLRLRLIIRLRVITEIRGTGTQ*LWG*PA*ERWDF
ERGRGCGYNNNYKCSTISSKNVNVTIWLRLMN*A*AIYQ**LRLGLLIKSLGLDKY*CGRFISRLGVRSYNLN*GYRYRS
TILMSG                                                                          
>Contig73441_Pirum_gemmata_fr5                                                  
VFILFVNGKVIIPTAFIYFLFGRQLIAFENMEKGKKDETNNDDSKAEGIPIKRPCTFFIKKRGGRKQQRRKVDSDNSSEE
ESQVVKKDRKIQSGISASSKKEMKSKTKEVDGHLVLSVKSDRSAVSKGPGDMGATSTWNIDATKEELEKTVKKTGVSSAI
RPGPMAGSTNVRATVRWDYAPDICKDYKETGYCGFGDTCKFMHDRGDYKMGWQLDREYDAGTYGQRVEVEESSSEDDELP
FACFICREPFIDPVVTKCGHYFCAKCALTRYKTNKKCFVCGAGTNGIFNAAKDIMKKQEEQAEQAKNDG*SL*ITSNKIL
KHTHTHT                                                                         
>Contig24277_Pirum_gemmata_fr6                                                  
SRSSSSSNHGIVKKCDITKKEKETLAIVALKLTIRDLQEQLRSNVIHQCLICLSPYKIPVTSIKCWHVHCEKCWLQALGT
KKLCPQCSIITSPRDLRKIYL*NYYLIFYGS*VILGAFIKYVEF*ILELRHVGIHNKGEMWEKTIESR            
>Contig67192_Pirum_gemmata_fr6                                                  
RSY**LLLFSY*VIHD*VVIL*FM*RLDRLIICIRKDIFFIF*I*YCSMLPKDRAAANNKRQISRRKSEEGRYPIMIKNN
NGDKTDQLKNVSSSAPSTTSPASSAAAINNTEFERKPSLEKTVDENTKTIENLELNNNKNEEDGNEKDIKDEQADFDNVS
VSDVTCAICMEIFEQPKELECGHAFCLECVYQIKLQQQKTDQQNRERNNNISMFFETRHNSVSSIDEDDVGVGQGEGDEE
EETGEVVYDPVDQAVSSIETRLIKKGGRGKITCPICRVETKLPHSGIKGLGCGQGLKDALVVLGAKVVADTPKCHRHDSE
LNAVCMTCQDRVCAQCPKTSHSSHTTVTYEELEKLDSHIKQRCIEMKTQSEQVCENVSAITQTLVNALRQREENLIDDVH
MRANIEIDLLKQEGERLMNMIHGRNVRVRNSVINQAQKTANMRVMVDVDTADGLNRMDWGRVVSSRQYDNTSLTQIVHAV
QPRCIGKVSGGGECKYVKPIAVILDQQRQRLFVADKVGFRIFVYDYSYFALPFICSLQCDNYSPLSMAVDEQRGYLYVCG
RTREGFFSASKLRVFVYSTHTNTLPLIFHFDVHGAGICIDSLRRRLYVSDSEGKKVKIYSLGDKTTLLQNYEVPDNKRTA
VIPSNLRSNTPLNIATNGESREMKPGNVPESSSAGASVSLRQEDRQYDDTSCVNNVVIHENKLFISDVNGGLIQVYDMSD
DDCKFVATLRDSNEGFAPLGMSLHNDRTLFVTDVSTHKVKVFDVSSCWQKRTSSMESYTVSTMCVSEFGSEGNGSFNFNL
PCAISVDKSGVRIFVVDAENSRVCVWETH*FIRNKR*KKKR*KKSSKKKSGQKKGGNKKGEKIRRQKKGVKRKGSKKKGS
EKEKKKVGKKGVRKKKRQQ*KKATKGKKNKTKLHCKERKKAKANKQTNKQ                              
>Contig67193_Pirum_gemmata_fr6                                                  
RSY**LLLFSY*VIHD*VVIL*FM*RLDRLIICIRKDIFFIF*I*YCSMLPKDRAAANNKRQISRRKSEEGRYPIMIKNN



NGDKTDQLKNVSSSAPSTTSPASSAAAINNTEFERKPSLEKTVDENTKTIENLELNNNKNEEDGNEKDIKDEQADFDNVS
VSDVTCAICMEIFEQPKELECGHAFCLECVYQIKLQQQKTDQQNRERNNNISMFFETRHNSVSSIDEDDVGVGQGEGDEE
EETGEVVYDPVDQAVSSIETRLIKKGGRGKITCPICRVETKLPHSGIKGLGCGQGLKDALVVLGAKVVADTPKCHRHDSE
LNAVCMTCQDRVCAQCPKTSHSSHTTVTYEELEKLDSHIKQRCIEMKTQSEQVCENVSAITQTLVNALRQREENLIDDVH
MRANIEIDLLKQEGERLMNMIHGRNVRVRNSVINQAQKTANMRVMVDVDTADGLNRMDWGRVVSSRQYDNTSLTQIVHAV
QPRCIGKVSGGGECKYVKPIAVILDQQRQRLFVADKVGFRIFVYDYSYFALPFICSLQCDNYSPLSMAVDEQRGYLYVCG
RTREGFFSASKLRVFVYSTHTNTLPLIFHFDVHGAGICIDSLRRRLYVSDSEGKKVKIYSLGDKTTLLQNYEVPDNKRTA
VIPSNLRSNTPLNIATNGESREMKPGNVPESSSAGASVSLRQEDRQYDDTSCVNNVVIHENKLFISDVNGGLIQVYDMSD
DDCKFVATLRDSNEGFAPLGMSLHNDRTLFVTDVSTHKVKVFDVSSCWQKRTSSMESYTVSTMCVSEFGSEGNGSFNFNL
PCAISVDKSGVRIFVVDAENSRVCVWETH*FIRNKRYLKILCNRIFQNSLTFFYIILHS*IFKHRTEIEQTSLDSYNC*K
EILFFILKCSIVLSSS                                                                
>Contig71305_Pirum_gemmata_fr6                                                  
EEEEEEGVEQSEKDLLKFQNKQLVIRLHQLKNNVALIKKRHESIFAKQEEFSFITEAVEKNWEEMENCLKEMFEKLKVDE
EHPLFSVLKQTERTNEVLEDFAEETDLDSLEEFSDLLNPTTSKESKETVKSLTNTLTSFFEHEIIHLNLLQSSLKKEDCE
KMKESIDSFVSSLCKLSKKQNEMGILSSLSHISKMKTNEYEYSLTLYENMKSYFDQKYEQNNVEIEEENDKLEVVEDKEM
EIEENITINENEKECLDDVKSESGPENDNEIEIEKESQEKDNAKNQEQDKEEKTDNKKEEGEKNNEENDDKKVEKSSEPD
LVELIRIKTKQSKAVLEDLKETKDELAKVKGETEVLRLQSRIIPEHMIIESHPFKSVQSQRNNILKEIQDARLSLEDYRN
QAAESYRKYKQAVDSVESHSKLEVDCKKNIKEAESKILADKKEIDKIKSEMDRKNSMKEANVVNKEMRSLIASLQIENSH
LAKDLLKMQEKAKQWERTLAKDDLDDNHKVLRARLVNACKTNNQTEIDKTLTSIKRVFEIHKEKQESGDIMSEMSTIIQA
YDEIQEQNSRLGELLKNKEKRNTELMDQHLTSHRKQQAALEEKKAIMAKIELMQKKHTHSDELVKSFLLKEMQFTEQTKM
LEKDLTLKAQNVETSRKKAIEQAQAFSELKLLHSKFILDKELLVKNHDAKESDLQKAVNLRKELEDECTELTLKIKQYNN
AKSGSSQIHLEEEVESYRSFLNCGLCKRRRKDTLLTKCFHAFCNQCIQERYDTRQRKCPNCLDPFGVNDFRRFKLCD*YL
FLVLVLGIYGKT*SIQAALS*LLNGNNFEIIESILKKIR                                         
>Contig71752_Pirum_gemmata_fr6                                                  
EEEEEEEVPIRRGRRRSKRSATSSPINVTSNNSENDDVTDDDEVRDEDWKYTEEEESNSDSDFEPIVKRNRRQSAKIVEL
NDNTDTVINNNDTENKIVKSTKTAKAKGGGKRTRKPKKMTRQEKLFHNHPELKEEFEGVNLEDHAGKKVERKIAQCNVPS
QLKLTLLPFQKESLQWFKDQEQGRCKGGILADEMGMGKTIQMISLILSDLPQHTTTLIVTPTVALLQWKSEIETHCEDGS
LSIFLYYGAKVQDNVTAKELKRHNVVLTTYASIESSHRRETKGFKRNGELKKRNSVLHSIHWDRVILDEAHNVKDRNSST
SKSVNRFETNARWGLSGTPLQNRVGELYSLIRFLRIDPFAYYYCYQCDCKSITWNFKDYKHCDCCGHSRMQHFCWWNREI
MRPIQKFGGSGLGFEAYGKLGWLLHNTMMRRTKVERSKDLGLPPRLISRRSCYLNDEELDFYDSLYSESRTTMQAYVNQG
TLLNNYAHIFDLLTKMRQAASHPFLVIYGNRTANALEYQDVCGICGEEAEDAVKTKCQHVFCREDIKEYVESSPSATPVC
PKCFVPLTIDLDQPTLLPAKQVPNAAELRNRKSILNRMDIGGWKSSTKIEALLEELNILKQKDCNIKSIVFSQYCSFLDI
IEWRLLRGGFSCVKLDGRMSPTQRASVIDNFNNNPVVTVFLISLKAGGVALNLTEASRVFLTDTWWNPAVEYQAMDRIHR
LGQHRPIEVKRIIIENSIENRILQLQEKKHLLFQSTIGQDTNALNKLAGEDLEFLFSTG*NVFLFCAGRSSSSSSSS   
>Apar_comp10282_c1_seq1_fr4                                                     
FLVDRTTSLRSNLFPCRFLSTDIMGNQLGLLQNREAVDASIPEGLAPVCPICMDTFRNAETTLCGHSFCSTCIRQSLALC
PACPVCRQPLSTESLLSDDTLNGFVRHLCESAPESDTADTTPTPHTYRGEAVTLANPPPPCLVCRVCGGLLDSP      
>Apar_comp12755_c0_seq1_fr4                                                     
TSNNT*QSASLKVCNP*PL*LVQHTLMRMVLSVSVSSLRARTFTFYRIPLRGCKLRGYQGRTPTFCSL*FPPTPLSLPV*
GER*EKMEDHLATNEAATRFIAGCSEEFTCQICGHTLYNPLFTSKCEHGFCRSCIEKHLRDVGHTCPLDQEPLDPNDLRK
AQRAFENLLAAYRDYLTYVPSGNTGPSMFSGIPDSPPTHSLEGLSFKNPVKKAPEFAKRNFSSQSLAGLEVPEWLLELRD
SSKSSLVRVKEWEDLGWRAKNGWDGRDYCHNVHSSAVHISEYYWDPQEHLLVGPAFFGPEAESHQGHCHGGAMCAAMDDI
VGWTAFMEHGKPWGGATVQVNVSLRKAVPVGALLKLEGRVTKVEGRKTWVKGRLLDGNGTVYTEVEGLTVSLKTDSIGGG
SA*KHCGL*RL*VSPYGKLLCMFILRPYPLFPPPGPPPRLLFLPLLFMPTPPPPPFLPHFFSPHPTHAHSHTHTTPFARF
HPFIVRF**ICIATCKLGQGCKLMVFFQLQR*CKLGECSCTNTMVLIASNVWSLAWRSMGYM*RSVVTTFNRVTRVDVCA
RTFT*LDVSLSSELLTVLAILALNFTCVKIGVATYEDCVCGLNIIYVLI*NEACWKINR                     
>Apar_comp12998_c0_seq1_fr4                                                     
EASCSLAYFL*L*RVAHFLRMNEQSTPSHEEPLPADLPCYRCGVLLAPIGYTTTRGHTLCAPCYDEERADSDKMFVTFSQ
LDPLNSSGAAVNVCVKQLVSMVFPYAKSIMELLSEAEGLLKQAKLAEARNMCKQAWAQATGVTDGKQVGADVFFAIAATA
SKIDITLFNRPEAYTWALMALELSRHVTVRSEERAQALVKCAHQSLLSSGKTEDEISELRREILEMNITPNMRVRREPQA
ELLQKALEDPLECPVCLHVLFEPITLPTGHTVCKSCMRRSLEVTDPYTGTAV                            
>Apar_comp14804_c0_seq1_fr4                                                     
PCPPPLRPKKTNPQPQGQDQQAHTFSDIDKLLERYQEHMEALDSHSANEKQRHQPVHQQSQGSAGSLSFAMQVVEGLREG
RIQEEECPICLDTIENLVVTPCLHMGCRECISKGGGEGK                                         
>Apar_comp19137_c0_seq1_fr4                                                     
SFYLHDSKEGQCWSMNHI*SPSASFTCYELATMLAQIIAVHLMPCTPRSKGVIYLTSCI*KLSTPSSNCNQADSRNTLLI
NIGVRTNMENTSTFVRRKGGTVAGAGYDIDRFVGDVDEDMLCTICYGVLRDPVMTPCEHHFCQGCLVDWLGKEAYCPLDR
KYLVPEILVKPARFFLKAHSSLVLHCDYLARGCDDVFTLGMLPAHVASCPKRPVTCTNDGCGANVNADEQREHERRACEY
RTETCRHCNSSVMVSHLPRHRSECAGNPQRLNGVGDNNGTLGGVMSSLDSPNSSFRNGMGNNHEQGYESSFNDGGSSFHG
DGEVDLSKELARMELLLMQIGRGQAALEARVDRLHRDTKFWSTDVMNLQVAVSKEVEDVKREVVRCGLVYALAGDAAHGE
NGVCEKGGRGFEMGFGEGHGEG                                                          
>Apar_comp19434_c2_seq1_fr4                                                     



ERGGRGRAASS*WLPWLPGTCREPISC*RAVQTQMSPHSRMGVRRCTRQPAGATGQSWGHCWPGGQTQTPRM*MATVQHM
QRVSVRAASLPMTCITVCVKWVRM*RQKNKEGVSGEEALNLVLMRESTHQSTHPKFYDLDPSFSDDFLIPQLAGLNGAGL
MALVNGTDQIASTPPKPQKGDMQDVHCPICLDYIREAFITKCGHSFCYTCINTHLKSKSTCPSCQRQLDRTGIIPNFALN
KLVEHLMLTSSQLVSGQPTVLKLQGLVAKDENMSVNEIEVLMRALAEKKRQLEADDQEVALDVLMDFLLTSKALREKKLE
ELNHE                                                                           
>Apar_comp19775_c4_seq1_fr4                                                     
EQGIREMDGMSVLAVVRAATVSRMGGMNRDVRRTWAIQTTQDEEAQQRYAGMGLKELRAEVLKRGLEDSQQDRHNAVCLV
RYQKVVTGKQQVTRNLPLTDIHTSTEGLEGPQGGSVVYVWEGEKHVTAHWTTGSCVGEVIVRTEESLDVRFTTNFRVQKG
KEAAGEGDGEEGVDGPMPKVVVGGVLEGGLVSLHTSHDLSGQIQPTQSVRIGTVKEGAEDGGRVATVVYVSPFHLVCSLA
KQEEGEGTMEAAAEGWAEGVGIGETDIYRKSCTCRKEPLVRELVRADQLQRGQHGSDIHEAGFGALLQVIEGHPVDCAIC
MSEAERPTVTLCVHVYCRQCVLALLKHKSDLAQQAQCPVCRKRIRLDELMEVVQSEKKEEATSVDESFVDANGESGLNAG
GNGGEAFGSGSRIGSTHFVPAYDPAQYQNIPLPPLAPPPNLDYNYPSLPGLFLSHHTVASSQPSPKLSALLVDMQTMLKK
DASSKFVVFSQFPSALRQAESVLSGAGLQCVLIAGNIDRTVRQNAVTAFQHDEKTKVILLSVGAAAAGLTLTAANVVYML
EPCYRSADQAQALNRAHRIGQTRPVRCVIYYTLETVEERVVGLRVLQGDTGGSESTDELSIGGGDLEGDSALTFTR    
>Apar_comp20408_c2_seq1_fr4                                                     
VSLSVKRWKRFSFVCTSGFFFSFSPVTRFVNF*GSVQPALLISSQA*TTWELLGSGPFKVSDGQYFKQI*NCQLSFFFPT
TSDLRFLYV*ELCVV*ALKPHYRIPN*VGIAEES*SQLRAIATAERCTNLFNTQPATDEMP*QFRMDDKPGSEPGGGGPD
GPHKLGAKRSYSFQKETETMGEGRFDRPVGRHPSNDDNPPVAPQRRTSGGGSTGGGSYRGSGGGPDLTSCIMCSSIFSTP
TRVLICQHYFCETCLSQRAASTPEIVCPLCSQITRIPNVASGVSSLPTNEAINGLVEAKRTHSAMEKCSAHDRKMKFVCE
RCAVAVCSSCAVDEHKGHPMTNQEEILSLIGLVETRKAVVAHSAFVAWEQVTHHFQKLREAIDARERVLLSQLYQGEKSL
LAALSSLAKDMQQLAVSGHTRREGSSPPRLDTAALWQARELEGRPWRVRADVRDIEPLTAQLAAVGNCTLDPPLTAFSAP
APPRPSQVPPAPVISPSQAQMGQPGHVAKKPRPDPSPHGSMHPPHADQRQPIYGNGEVFKNNTMPPPQFEPQHTNHHQPP
PAHNPQGGYGAPMQPPPQANHVWSNQNMVPHPSEYSGQMPGGMVMTSNQPQHTQHPVAMRPPHPQMTSSQSTPSTVAPMD
QSQHVGHRFVY                                                                     
>Apar_comp20442_c0_seq1_fr4                                                     
RQDHS*LSPVKPVRVGALPSQFFIHGTARGRKNIQGTVFTL*THLTALISMLVVGRKAKEKR*VQVTKKGTSSTPDAEPR
FLLSVVLIH*LP*TCKNCSTLLFPRLLSHSL*SFLEFFLV*LLRQRTRTG*VFS*KPRRAEVGIMAELSELERRIDELMA
LAEVATEEKNTAEVDRLLAEIDRLQEEYDAKLENREQNHGSQEEKDRDQPSHHQEEAERDQRRRQEEMDRLLAEQIHMEE
MDLDDYSDHSSSPTHSSSTNQSFSTNIQSPSQQRHESHNVKREPERSSSPPPRKQDGPEIIDLTDMDDIPIFTRRAPATY
SFTAVAKEDIFGGVRRPSADGKRPADPQSASEDVKRPRPDMPNAQAPKPGFYQPYVPPESKFKPAPEKPKFEPKIPGSFP
SGAFGRQTSEPKDEKPSLFSDLRDKINKSNMFKPSKPAPNLYGNSSFPGKENRPTFTGSNSYYEKEQRARYADEASFLFT
GRTSSRYEDDFHRRYGDYGGDIDPGAGMRPLGEEDVQEIYNGLNADHKPLPESEVPKELKVNLMPYQLVGVAWMMDREKS
RHKGGLLADDMGLGKTVQTITTILKNRQTDLTKPKITLVLAPLALLAQWRDEIQDKTGGALKAVVYHGQGRKKLNEDIRN
GVYDVVITTYSTLANEWVAKKGLLMPLTYHRIVLDEAQSIKNRNTKGAKACFELKATYRWALSGTPIQNNLEELYSLFHF
LKLQNYGDWSWFKTQIKARSDRNIKRLQAIMTQVCLRRLKTMKYQGKPLIELPKRIINLSAHQFTADEQEFYTALETRAQ
IRFNTYVREGTVMKNYSHILVLLLRLRQACCHPSLPMEADLCAEATGERIFAGSHGGSEAGSETASDPPSTKSTDKSDDA
PTSGEKPAKQKAPFLTPEALARVQEVNPEEFDCPICFDLAEIISVTKCGHLFCNTCIEDHMSRDMDRQDDNTARCPTCRG
SIAETDVKRLKDVVPSRKDKRIGPDPVVVAKKVAKAAGHQNAPPNLDEPPARTELGIAKYGQWVSSTKIDKLMEHLINLR
KEGKGERSVVFSQFTKYLDLIEIPLTCHGFKFLRYDGSMNVPQREEAVRLFRSDPSYTVIIMSLKCASVGLNLAVASRVF
LMDVWWNPAVEDQAIDRVHRIGQKNDVIVERLTIKLSHESGSVEDRILRLQEEKRELVKGAFNEGGNGKAKLTVDDLKFL
FGIYTHPRPNPQPQQV*TNLSYRPSDPTHTVHSQVHTRASTHTHTH                                  
>Apar_comp21579_c3_seq1_fr4                                                     
FSRMKSWNSKKQSLF*ASHGMYRYFECLVAGELQGNLLLQRILTVFFFPSKFVPGSG*PLNLPA*RRMK*HQRL*HTNIG
LVAPSGIMSDKLGLPQEVVTTESEDGKSAAASDVPSPERERCPICLEDFSTRTCLDKCFHEFCYICILQWSENSRLCPMC
KSSYRTLIYDIVSDTDFKQHRLDELPTFTKRAPVEYRMGFRYRTTKPRQPQPAASERIAAAKERRRLVYALGLRAKYVGS
NRYSKFRDISHMTFKSRPYMARRLVPWLVRDLQVVLGDDDVDLVLTFVQSLLERVDVQTEEFREELRPFLFDKTEHFVHE
FINFARSPFDIAAYDINSQYDWPPGYRDPLVVLLMGDVPASSSAQDGPFGSTFAPQPTNLVVNMQNGSTAPVAPPVNTLP
SAQSQPSGTSASTRRVLSREKWSSSLSRSRSRSRSRSPGSRWSCPSSRSPKRPSPNKLSQKPPAPIAIVSQAKAKTPPVS
NAESKSRSPSRSRSRLRSRTRTRSRSRSRSRSRSRSRSRSDSRDRGSRGYRSRRRPDSRPSRSPRRSRYSRRSRSRSRSR
SAGRFRSRSRSRSRS                                                                 
>Apar_comp23734_c0_seq1_fr4                                                     
GGEGGRGEEEGGTRGCS*QTKAGTMADGEELKEDAPKVVFRKAGRMQRKGVRKKQSDSEGSSEEEGSAVVRKERKVVGAI
VSVSKGRKKAKTEEGDESDREDTMVFAKSSMTAESVVQDMGATRQLDIDPDYDDGKGEKKKPAVSTYIKQGPMRGSTNVR
ATSRFDYQPDICKDYKETGYCGFGDNCKFLHDRSDYKSGWQLEREWEAGQYAKKEDMTVEEEEEEEIPFACYICREPFTN
PIVTRCNHYFCSKCALDHHRKDKRCFVCNAPTNGIFNTAKTLMDKIRRKEREAEAREKNL*ES*QARPCRGCACASECSN
ACGLDTIICAVYLFYFFIIFFLVYHSGGGGGRGGGRGG                                          
>Apar_comp23734_c0_seq2_fr4                                                     
LF*GHTFESSLCRACAAGTMADGEELKEDAPKVVFRKAGRMQRKGVRKKQSDSEGSSEEEGSAVVRKERKVVGAIVSVSK
GRKKAKTEEGDESDREDTMVFAKSSMTAESVVQDMGATRQLDIDPDYDDGKGEKKKPAVSTYIKQGPMRGSTNVRATSRF
DYQPDICKDYKETGYCGFGDNCKFLHDRSDYKSGWQLEREWEAGQYAKKEDMTVEEEEEEEIPFACYICREPFTNPIVTR
CNHYFCSKCALDHHRKDKRCFVCNAPTNGIFNTAKTLMDKIRRKEREAEAREKNL*ES*QARPCRGCACASECSNACGLD
TIICAVYLFYFFIIFFLVYHSGGGGGRGGGRGG                                               



>Apar_comp180590_c0_seq1_fr4                                                    
QME*VRANWHQTVLIGFYRQCCLSVNCASESASAVVCKLRACVVVLEGKKYQARMSKSAERISY*KDNH**ALLISYKMG
TETDRMWSQTGQAMGHLQQLLGCGSCHAAAQDPQTLSQCGHLFCRSCIEAQLETTASCPTCFVPAWTSHLQPCNRAASLL
AALTQLQSALAGHEPTAEPSSPEP                                                        
>Apar_comp2400_c0_seq1_fr5                                                      
FVTLVILAF*TAYPTTKMAGDPLTDPLDWGAFVEMKELDLLLRCTICYEFYNTAMSVPNCRHTYCTLCIRRHLAHSSSCP
HTSCTERNVAASQLVKFRLIDEIVARYKLARPLILKALPSILGSEDGNNSTTPAPPPAKRRKTPEKPPAPQTGLPPQPIH
AAPIPKFSVPTPQALP                                                                
>Apar_comp2400_c0_seq2_fr5                                                      
FVTLVILAF*TAYPTTKMAGDPLTDPLDWGAFVEMKELDLLLRCTICYEFYNTAMSVPNCRHTYCTLCIRRHLAHSSSCP
HTSCTERNVAASQLVKFRLIDEIVARYKLARPLILKALPSILGSEDGNNSTTPAPPPAKRRKTPEKPIHAAPIPKFSVPT
PQALP                                                                           
>Apar_comp12515_c0_seq1_fr5                                                     
ERCQSVAL**LLSMINFVAG*LKQRNEKLENKERGKTRECNQTNVLA*CSSLHFSPRRVVENSTMAPTTNGYALSGYETR
RFVDKNSFVNEFICSICSEVLRDPLCTPCDHYFCSTCIHKWLEARSTCPIDRETLQSAQLRKPSRMFNCLYEKLELQCQY
AQFGCTQILLMAAVDQHEKTCPHRVARCKHMGCDFTGRGEDLEAHEVACTHRVQECDLCHLNVKVKDVTSHLNNACPEAP
IMCVCGETKPRRLLDTHKRDECPDSVIPCPVSGCSARVVRRDLKKHLSEPQHAPLLCEQMEEMGRRMAEMERTLTETAIR
LTNADARATRFRDDMLYQIRANHNNTTRWVLKNVRTAFDNAVNARGITGPDLYNFSSGGYCFRMWIYFNGDREAYAGNVS
VFFVLRPGMFDDALTWPFNKKVTFTLVDQRGEGARSVSKTLNPLTQENTRLHFEDVGRPTEESSVQSNGFGWGKFLTRAD
MSDGERQFIKDDQLFVDVTID*KRVPFLREYASYLLLSVIFCSYYESSRLGVGNTCLQRGAQGRE*LDEEIHKIETLQTN
ANGFKPAVPSTMRIFFR**ASVEMPKATKVRHSIEYTRTNRQVESKQVRGRAPALLTVLYTSKAPIVLYAMRRHESCSAA
RK*NLLLF*C                                                                      
>Apar_comp15922_c1_seq1_fr5                                                     
ERERERERERLGLPAGRYGLLPDSQGSQENGSERTPMDLDSKPAPTPPPAPSEGSDSGADSLTCPICCSLVAVPCTLAPC
GHLFCAACIYEARSRRGPICPTCRGMFRE                                                   
>Apar_comp17128_c1_seq1_fr5                                                     
PVVIGCGHVFCENCCLRAMDPHQPSACPVCRAPFQHLPRPCSLLAEYVQCSFPATHQKTLSQVSEPVYLKLGDVPFGFDY
ADDYDGAHTDFCGGKEAPLDLR                                                          
>Apar_comp18503_c0_seq1_fr5                                                     
RGVENMNFHQRL*RILRRWKSKVKEAEECL*LFIRVLNEGNSLFIINRVSFMTPVVGKQVL*R*G*SRKEAYILLLSCCP
ALETDWLIGKNLFCISVCLGVCVIALVKTRKSERIYVASASVLAFAL*RW*RRSTFVRGRSCFYRHTHFTSRYDRPLRHD
EAKRPKQQRKRQTCFSLLANNCRPALVHLPNLSS*VGGVH*VFGTARSCLLSKASCWSSSAARRGQTLEAAASCARKL*Q
KIERYHSKFLIQIQAENSVWKMKPLTDDFYQPSPSGVEPCNGAFISSLVPNNPEALKLKNASSSTATASLGAWASEHDTP
SLDGAECPVCLSAVAGVSLPCGHSFCSSCVSSYVMHEISEGRTALACMECEEQLPMQLVVSLLDKEKHLVDRLEYFSVRS
ALLQDPDCRFCPYPDCGYAVIAGPTCREIKCERGCGSFCYDCRGPAHGGDCKEMVKKLSDMLDTYGYKRCPRCNVMVTKT
GGCNAIMCTCGCEFCWVCGQPCSEVTHFLPHKPCRQFSAKPPLSAADRWLRYGLTVAAAPILIPAATISGAAMTIYLLNG
AMREKVKRVPAHEKRKKIALTTMYTASAVVWAPLAGVVGATVTVVGATTYYLGFPVLLAKDNIQESMKKKKRVGVQPPPV
TGVEANLEAVEMNAKAGRRDRVKGKRPSNNISKLENVSV*LICMVCIVLDIYCM*W*NTDVRR*FVLHVWLFMVLILVFF
TAALDVAELLLYRVASS*SIILCPSWLQSETNDNV*RTVKYEVWKTIRTFSSDY*SH*LESELNLCNDRENREY*KHNTT
RSLHAYAIHTM*NNTATN*V*MSTAEQLAKWSP*VKSTRALKCQLMRTFRVISPRWGPLRTIYCYGHCLGSSLVHDGQLR
FPAQPI                                                                          
>Apar_comp20695_c0_seq2_fr5                                                     
LDLGQVEQLVAGVCGQLLDAPGGATDAVGRNYAGILLMLLRLREICCHTALLCPDFLAKLESGDESAVAAAIKELGEEKV
QHLFKLLNAGMADDCSICLEVGGDTVTRCGHVYHRRCMDQVLATGNSTCPLCRGPITADSLLDAKDEVKEDEGPGEEPAE
RVTAYSSKIEALAGYVQKVLSGDPCEKIVIVSQFTRLIDHVAMRLTGVGFPCLRLDGTMTLRNREAALQTFSKDPGMRVL
LLSLKAGGVGLNLTAANHMVLMDPWWNVAAEDQAIDRVHRLGQTRPVTVARFVATATIEERIRELQESKRLLAEGALGQL
SKAEMQRLRLNQTVSLFDA*RNHGKPCFGGWLRGEPYFSCPHLTLFPTAFNITLDS                        
>Apar_comp23632_c1_seq1_fr5                                                     
LSC*NAQHVFRFASFSSCSERVIRVSLFSTAVLVCVCFALFSCFLLSF*W*LICWGVSSSANITESCVCHCWRPEEKRIG
PVFS*GFVSRAFLTLFLVSDHFFLW*AL*PQTPSENFHAAYVLPYITHFERNAFWFAFSTLHLICLNTKMSDDDILSAED
YSDLEESDHGEDDGLYDVDMADEEEKRGHGDEFEFTILKPVDLIESQLKAIGDINQVLMIPNSTARQLLHFLGWDKERCL
ERYYDDPEKLFKEANVANPNKTKKMKTNGQTKYHCEICYDDVPQSEVYGMGCDHVFCKACWNEYLTTKIMDEGMSQQIAC
PATDCSILVDELTVSDLLKDPAVLKKYQYLIAKAFVGVNKHVKWCPAPGCDNAAKVVISAPKPITCLCGNMFCFGCLQQP
HDPVKCGMLKKWLKKCADDSETANWISANTKECPKCQTTIEKNGGCNHMTCRSQTCKYEFCWVCMGPWEPHGSSWYNCNR
FDEKKDGANQAKESSHARVSLERYLHYYNRYANHDASGRMEKALYEKVEKTMHEMQVKHGMSWIEVQFLRKAVDTLSQCR
NTLKYTYVFAFYLNKNNQSAIFEDNQRDLEMATETLSGYLEQELSDDEIASIKQKVLDKGQYCETRRKVLLEHVNKGYED
GYWDFSLPREDWQ*MRVNTLESTQHTHRNMRNVCARTQKHA*RVRARTQKHA*RVRAQVCTCIQGVVVILFTVRSRACTR
SVKARRFCD*NIAFSDRRAHTHIYTHTCTRARHTHTHT                                          
>Apar_comp23765_c0_seq2_fr5                                                     
EWLQWLCALTPARLTAFVDEANDLSRRVFDENGTYLRFLWLNNECYSEEGAKWRDEVEIGCEKVHCDSVNELKLLRLPQF
HRLVCIIREHVHMDIGNLEASDLLTALRRLDTDWECLVCAAAPVDEALPCGHAFCSACLNAWDATQKGCPVCRQVPDSTE
ETYVLADGPTINQIGALVMDAADAV*KLGES*IYVLKCKERVWRGNISPMRIIMHE*CASYAAKISTNVSRIL*VQFMIP



VI*SIASASLLSLPFVESQWYARYIQLSNIDDLPT*TDDRAPCKTHPYV*MNALYY*GYNFRAPANPIV*RVRFLELQAA
RA*HI*KCVCVHVCACANVCVCICVGVCTVCVCVCV                                            
>Apar_comp8187_c1_seq1_fr6                                                      
LPPAEQVTAVQKILDNMESALQCVICLSILEDPRSTPCNHQFCRTCITKHLATTKQKLCPLCKTPIKMRSLSEAASLAAM
VEAYNGLVEAGAAGAKGPAARAGPTP                                                      
>Apar_comp13348_c2_seq1_fr6                                                     
FSV*ANMGFLTAHLTESAPDALVCSVCTEVLENPVVTPCRHVYCHKCLHDWLKTQGNCPKCRRALSQGEIENAPPYFTNI
IADLKVTCEWRAEGCGVEVALYRLPAHREECPYAPVPCRHVG                                      
>Apar_comp14804_c0_seq2_fr6                                                     
LPPPLATKENQPPATGPRPAGTHILRHRQAA*ALPGTHGGTGQPQCKREAEAPARAPAEVVEGLREGRIQEEECPICLDT
IENLVVTPCLHMGCRECISKGGGEGK                                                      
>Apar_comp15255_c1_seq1_fr6                                                     
RRIHLADDDALEPFTCAICYEILFDPVATTCNHVFCRECLKRWLETSPTPKCPLDNNQISARMKLPSFSFLVAYNALEVK
CIYTPFGCSEVCRQDEIMGHEEDCGHKWTRCELCRKFYGTWLDVEDHENDLCPQRVETCRLCWQKFPAQNLEVHKFGCGQ
EMTTCDCGLHMPKGELARHQSHGCRLTVLVCLHCSETMAPLDAPKHTCKPPPTFKFPDGIFKMQKVKNGGKKKRRKGGEE
AEGEEEGESENGKIGTEKGDWEDVEDEEENMANRVSKYIRELEQNLKKKAKDCKRLSRNAAETKAENTFLAHELEEMCEA
VEMLGQELEKYRNLELAQKTENNQNGNQPGVQNERPKEERDLEPIGGVRWRSGVVSVALCQQTLLVSFLVGVAMVMLWHV
PYGWVVAMGMVVLALPRRFTVEDGWLVIG*RSRVIWMGLCGYV*LGIVFRSRCACVCVCGC                   
>Apar_comp16345_c2_seq1_fr6                                                     
TTTNGTYVNGQRVPKGEPIPLGPGDELCVKASEDADARIAYVYRPMKAGQTTPQSDGAEKRPAVETEAEDRPKKKQKGGD
EEMADHMTCGICCDIMYDCVSLLPCLHSFCAACYSDWRKQSNECPGCRVKATSIKRNHTLQNVIEAYLRQHPEKARSAEE
RKDMDRRNTITKDELTNHQQATHSSQSDDEEDSGSDDEDGVLPMCR                                  
>Apar_comp17435_c0_seq1_fr6                                                     
SFPT*EKAINSSSFSYF*IYFCCSINACLIVLHLFCFEGYFFHTFHIIWSALTSFVNPFQSRMADTVSGESAAHLSSVRN
RHGTSTEHEGTTEERHEGGEGSTHTDTQSPDDKKDGDGEFECNICLDKASDAVISLCGHLFCWPCLHQWLEMHPEQQLCP
VCKAGIGRDKVIPVYGRGGKANVDPRTKPVPPRPQGQRPAPTLNPSHTRRQWQNQPQFHFSAGFGLLPTLFGVQFSNMPQ
GTPTGPSGLGVGQQRPMTAAEVQQEFLSRCLLMVGLFF                                          
>Apar_comp20695_c0_seq1_fr6                                                     
PAPTRYFGGV*YVLPKKQNKEKHLPHSRMPLGYFLIGCKFFVRAATYLIGH*HCTFHCRKALHWMVQAERQMTVEDALKE
AEQAAIPAKGKKSKTPTSVFFYVRRPDPRKNGGVCYYNIATNSAVEFPPPLPRGGILADDMGLGKTITTLSLIAHDLHST
ADRPAGSPRSTLIVCPLSVIGNWKEQIAAHMREGVSVYVYHGPDRVSDPVFLGGHNIVVTTYNVLAGDFSETNSNPATGL
HAVNWRRVVLDEAHIIKVRSTKQAKAVFALEAECRWAVTGTPIQNKIDDMYSLIKFLRLTPFDDYKWWNTIITRPMRACD
PVGLERLQLLISFRCLRRTKDMKVSIGKNMPLVPLVSLPPKQATVVEVDLSPRERQLYDKLFGMCRNKVQDLVATDAVGR
NYAGILLMLLRLREICCHTALLCPDFLAKLESGDESAVAAAIKELGEEKVQHLFKLLNAGMADDCSICLEVGGDTVTRCG
HVYHRRCMDQVLATGNSTCPLCRGPITADSLLDAKDEVKEDEGPGEEPAERVTAYSSKIEALAGYVQKVLSGDPCEKIVI
VSQFTRLIDHVAMRLTGVGFPCLRLDGTMTLRNREAALQTFSKDPGMRVLLLSLKAGGVGLNLTAANHMVLMDPWWNVAA
EDQAIDRVHRLGQTRPVTVARFVATATIEERIRELQESKRLLAEGALGQLSKAEMQRLRLNQTVSLFDA*RNHGKPCFGG
WLRGEPYFSCPHLTLFPTAFNITLDS                                                      
>Apar_comp23285_c2_seq1_fr6                                                     
QLRRFLVIELFLRMDLVVRFP**ALSQLFALSYILGGIRL*KGIFWVELGCERVSGSSYCC*KQAESRLAT*PLREAPDY
QEPG*AHIGIS*EARLAHAH*ILFWSWAGCLEHLSRPAPLAPV*NATGS*IVARYISR*IFFFCRFLIIVSSRVGDRQCQ
TCRLFTINSLRVRNFPPSLLTGWQYPFEI*SWPLVQPRSLERRRTWI*KSQMPKLVKTTRMTMTGCPRILQWWSSVSLPP
APTTVCKDRTYTRGLSHPLLLPVLFQMSAPRT*RKKRR*RR**TRHRPNTSSRTMQCIEEDTTGTSTTIKNRPRTMSAIA
VVKGGTTFATARMGRVKVAKKIKKATGIPRSFLKFTDNADAEGTFMTEDGKYAIMLPNEREFSKEISRMGPSANNSNEPK
PVPPELQCPLCKLLLTDCVLIPCCGSNFCDECIRQHLLENNFTCPTCGRDRVSPDALGPNKAMRQKVAEFKVTEPETFAM
NERKKRIREGGPRSPVEEGEVDEVHKRQRSLSPPRTTNTSNQYQNQNYDDRYQHDRKKQRRDDRHGGGGGGGGYDSYQTG
SVSPSPNGQGPPPSIEEGGMGGGPNAKEEKTEHTNINQNPNQNSSQNRNQNLAPPQPGGGRDNFKNPPSGGGDGGRGNFQ
GGPGFNPQNDNYWKGGGPDGPGNFNQGGPGMGPGGHGGSRGPGGPGGPGPRGRGGNFMGGPDGSGPGWRGPPPGNFGGGF
GPRGPGPRGPPRGNFGGGDMYGNDGYYNDMHGGDQYFDDFNGPPGSMNNGGFYPDGPGPMGGPMMNDGFMGGPMGGPGMG
PPMGGPGGPNMGYMDGPNMGGPMGGPNMGGPMGGPNLGGPMGGPNMGGPMGGPNMGYMDGPNMNMGGPNMNMGGPMGGPN
MGGPMGGPNMGGPMGGPNMNMGGSMGGPGPRMGGPPGNMMNQGGPMGPMGPRGPMMGGGPGGPMGGPNLGLQAPNSGQGG
PNSLVPPQQTFRGKRGTVGVRSRSGTRSRSRTRSRSRSRSRTRSRTRSRSRSVSRSRSRSRSRSRSRSPSPVRSRPRSRS
KAGSKSPARARSPSPAQTRRRTISASTGT                                                   
>Apar_comp23285_c2_seq2_fr6                                                     
QLRRFLVIELFLRMDLVVRFP**ALSQLFALSYILGGIRL*KGIFWVELGCERVSGSSYCC*KQAESRLAT*PLREAPDY
QEPG*AHIGIS*EARLAHAH*ILFWSWAGCLEHLSRPAPLAPV*NATGS*IVARYISR*IFFFCRFLIIVSSRVGDRQCQ
TCRLFTINSLRVRNFPPSLLTGWQYPFEI*SWPLVQPRSLERRRTWI*KSQMPKLVKTTRMTMTGCPRILQWWSSVSLPP
APTTVCKDRTYTRGLSHPLLLPVLFQMSAPRT*RKKRR*RR**TRHRPNTSSRTMQCIEEDTTGTSTTIKNRPRTMSAIA
VVKGGTTFATARMGRVKVAKKIKKATGIPRSFLKFTDNADAEGTFMTEDGKYAIMLPNEREFSKEISRMGPSANNSNEPK
PVPPELQCPLCKLLLTDCVLIPCCGSNFCDECIRQHLLENNFTCPTCGRDRVSPDALGPNKAMRQKVAEFKVTEPETFAM
NERKKRIREGGPRSPVEEGEVDEVHKRQRSLSPPRTTNTSNQYQNQNYDDRYQHDRKKQRRDDRHGGGGGGGGYDSYQTG
SVSPSPNGQGPPPSIEEGGMGGGPNAKEEKTEHTNINQNPNQNSSQNRNQNLAPPQPGGGRDNFKNPPSGGGDGGRGNFQ



GGPGFNPQNDNYWKGGGPDGPGNFNQGGPGMGPGGHGGSRGPGGPGGPGPRGRGGNFMGGPDGSGPGWRGPPPGNFGGGF
GPRGPGPRGPPRGNFGGGDMYGNDGYYNDMHGGDQYFDDFNGPPGSMNNGGFYPDGPGPMGGPMMNDGFMGGPMGGPGMG
PPMGGPGGPNMGYMDGPNMGGPMGGPNMGGPMGGPNLGGPMGGPNMGGPMGGPNMGYMDGPNMNMGGPNMNMGGPMGGPN
MGGPMGGPNMGGPMGGPNMNMGGSMGGPGPRMGGPPGNMMNQGGPMGPMGPRGPMMGGGPGGPMGGPNLGLQAPNSGQGG
PNSLVPPQQTFRGKRGTVGVRSRSGTRSRSRTRSRSRSRSRTRSRTRKNSITHP                          
>Apar_comp23285_c2_seq3_fr6                                                     
QLRRFLVIELFLRMDLVVRFP**ALSQLFALSYILGGIRL*KGIFWVELGCERVSGSSYCC*KQAESRLAT*PLREAPDY
QEPG*AHIGIS*EARLAHAH*ILFWSWAGCLEHLSRPAPLAPV*NATGS*IVARYISR*IFFFCRFLIIVSSRVGDRQCQ
TCRLFTINSLRVRNFPPSLLTGWQYPFEI*SWPLVQPRSLERRRTWI*KSQMPKLVKTTRMTMTGCPRILQWWSSVSLPP
APTTVCKDRTYTRGLSHPLLLPVLFQMSAPRT*RKKRR*RR**TRHRPNTSSRTMQCIEEDTTGTSTTIKNRPRTMSAIA
VVKGGTTFATARMGRVKVAKKIKKATGIPRSFLKFTDNADAEGTFMTEDGKYAIMLPNEREFSKEISRMGPSANNSNEPK
PVPPELQCPLCKLLLTDCVLIPCCGSNFCDECIRQHLLENNFTCPTCGRDRVSPDALGPNKAMRQKVAEFKVTEPETFAM
NERKKRIREGGPRSPVEEGEVDEVHKRQRSLSPPRTTNTSNQYQNQNYDDRYQHDRKKQRRDDRHGGGGGGGGYDSYQTG
SVSPSPNGQGPPPSIEEGGMGGGPNAKEEKTEHTNINQNPNQNSSQNRNQNLAPPQPGGGRDNFKNPPSGGGDGGRGNFQ
GGPGFNPQNDNYWKGGGPDGPGNFNQGGPGMGPGGHGGSRGPGGPGGPGPRGRGGNFMGGPDGSGPGWRGPPPGNFGGGF
GPRGPGPRGPPRGNFGGGDMYGNDGYYNDM*VHCVAVWFPLPL*ISLCHDSRFGPGVSVG*CEGIS*SPVFPNSECCCCI
ILTSAGNLCTFRRQTFFFTIAS*RSFERNVRNL*PVVCDCI*INA*ICMCLYIYLYLYIYVVVG*VTEKVFGRQFGLVSI
I*ALLYSYM**PDSLYISTVTF*RLFPKKKKNMVMEFP                                          
>Apar_comp23882_c0_seq1_fr6                                                     
ELATQSQAIACLHGCNCALPPLRIRSSSPLPSHPLCPLLPVCVCVHQPPNRFARAPFLANVEPTPSSATSYPPSTPTPGV
DALEDVLKCCAHVTPPPHRPAVMDPNAPAFVPSAGRSASAGRDAPPSDQRQDRASSRPRQDRRADKREDGRQQRAATEGR
GPSHRDRPQTDRDTGRGRGRGQQAEGTAQPREPRTAHGERRRHSSETGDESGGGDGARGGRRSLNHLLNFNYSAPAQRGF
AGPRRRNQAHHVPFSKERFLQANCQFLVRDRGDYRAHQADPDVLVAWDNVEQVRVFTTTEVTCPICLQPPQAAKITKCGH
VYCWPCLLHYVALGDRSWRKCPICYESVYVRDVRSCAVVMRQEVAVGSVVSMALLQRTKGSTTVLPAQAWHVSACEDVPL
HSDPMAAIYCSMLKAPPADVLAGIVAQEERELQALLREAQSSGEVSEQPYILQALQLLKERSSALQAASAAASLVAKHQP
RPQQPKQRGTEAAKQVPPAISSVASQPTPDPFADLPDTTTDPAQPLPDALATAPPSTAEGTGHREQRLSLNPEGMALFYQ
AHDGQRVYLHSVNTKCLAHQYGSLAACPQSIAGTVVETEELAITEETRRRYNYLRHLPLGTEFVVAELDLGGLLTADTLQ
AFEGEIGRRQQRRRQQKEKERLEARRAEKAAARPTFDASDLRHFPAPDTSRAELETFLAPVVMASMAAQEGQPQGAVGDS
PSFAQAARGAQGGPTPAQAMGQAGPSPHTPSRPGGTWVTLARQQPTGTQRAGPSSSRAIPRPAPVGVAAVGSEDELAAPD
YHQSFSSDIDARIQSALAGRSHQAKGGEAASGGKKKKGKTLLFSTGGGARGS*GCGLE*WMVLGGVVRWCARVWLGLLIQ
TCKLKASIHACYCDCLLKARVLVCIVDLFGIYIAGVVVMLRKTPCTCIAVA*CTHTHRMRMCVLHTHTHTH         
>Apar_comp23882_c0_seq2_fr6                                                     
ELATQSQAIACLHGCNCALPPLRIRSSSPLPSHPLCPLLPVCVCVHQPPNRFARAPFLANVEPTPSSATSYPPSTPTPGV
DALEDVLKCCAHVTPPPHRPAVMDPNAPAFVPSAGRSASAGRDAPPSDQRQDRASSRPRQDRRADKREDGRQQRAATEGR
GPSHRDRPQTDRDTGRGRGRGQQAEGTAQPREPRTAHGGDGARGGRRSLNHLLNFNYSAPAQRGFAGPRRRNQAHHVPFS
KERFLQANCQFLVRDRGDYRAHQADPDVLVAWDNVEQVRVFTTTEVTCPICLQPPQAAKITKCGHVYCWPCLLHYVALGD
RSWRKCPICYESVYVRDVRSCAVVMRQEVAVGSVVSMALLQRTKGSTTVLPAQAWHVSACEDVPLHSDPMAAIYCSMLKA
PPADVLAGIVAQEERELQALLREAQSSGEVSEQPYILQALQLLKERSSALQAASAAASLVAKHQPRPQQPKQRGTEAAKQ
VPPAISSVASQPTPDPFADLPDTTTDPAQPLPDALATAPPSTAEGTGHREQRLSLNPEGMALFYQAHDGQRVYLHSVNTK
CLAHQYGSLAACPQSIAGTVVETEELAITEETRRRYNYLRHLPLGTEFVVAELDLGGLLTADTLQAFEGEIGRRQQRRRQ
QKEKERLEARRAEKAAARPTFDASDLRHFPAPDTSRAELETFLAPVVMASMAAQEGQPQGAVGDSPSFAQAARGAQGGPT
PAQAMGQAGPSPHTPSRPGGTWVTLARQQPTGTQRAGPSSSRAIPRPAPVGVAAVGSEDELAAPDYHQSFSSDIDARIQS
ALAGRSHQAKGGEAASGGKKKKGKTLLFSTGGGARGS*GCGLE*WMVLGGVVRWCARVWLGLLIQTCKLKASIHACYCDC
LLKARVLVCIVDLFGIYIAGVVVMLRKTPCTCIAVA*CTHTHRMRMCVLHTHTHTH                        
>Apar_comp23882_c0_seq3_fr6                                                     
SACWPLPLPLPVSLSVCGQQAEGTAQPREPRTAHGERRRHSSETGDESGGGDGARGGRRSLNHLLNFNYSAPAQRGFAGP
RRRNQAHHVPFSKERFLQANCQFLVRDRGDYRAHQADPDVLVAWDNVEQVRVFTTTEVTCPICLQPPQAAKITKCGHVYC
WPCLLHYVALGDRSWRKCPICYESVYVRDVRSCAVVMRQEVAVGSVVSMALLQRTKGSTTVLPAQAWHVSACEDVPLHSD
PMAAIYCSMLKAPPADVLAGIVAQEERELQALLREAQSSGEVSEQPYILQALQLLKERSSALQAASAAASLVAKHQPRPQ
QPKQRGTEAAKQVPPAISSVASQPTPDPFADLPDTTTDPAQPLPDALATAPPSTAEGTGHREQRLSLNPEGMALFYQAHD
GQRVYLHSVNTKCLAHQYGSLAACPQSIAGTVVETEELAITEETRRRYNYLRHLPLGTEFVVAELDLGGLLTADTLQAFE
GEIGRRQQRRRQQKEKERLEARRAEKAAARPTFDASDLRHFPAPDTSRAELETFLAPVVMASMAAQEGQPQGAVGDSPSF
AQAARGAQGGPTPAQAMGQAGPSPHTPSRPGGTWVTLARQQPTGTQRAGPSSSRAIPRPAPVGVAAVGSEDELAAPDYHQ
SFSSDIDARIQSALAGRSHQAKGGEAASGGKKKKGKTLLFSTGGGARGS*GCGLE*WMVLGGVVRWCARVWLGLLIQTCK
LKASIHACYCDCLLKARVLVCIVDLFGIYIAGVVVMLRKTPCTCIAVA*CTHTHRMRMCVLHTHTHTH            
>Apar_comp23882_c0_seq4_fr6                                                     
SACWPLPLPLPVSLSVCGQQAEGTAQPREPRTAHGGDGARGGRRSLNHLLNFNYSAPAQRGFAGPRRRNQAHHVPFSKER
FLQANCQFLVRDRGDYRAHQADPDVLVAWDNVEQVRVFTTTEVTCPICLQPPQAAKITKCGHVYCWPCLLHYVALGDRSW
RKCPICYESVYVRDVRSCAVVMRQEVAVGSVVSMALLQRTKGSTTVLPAQAWHVSACEDVPLHSDPMAAIYCSMLKAPPA
DVLAGIVAQEERELQALLREAQSSGEVSEQPYILQALQLLKERSSALQAASAAASLVAKHQPRPQQPKQRGTEAAKQVPP
AISSVASQPTPDPFADLPDTTTDPAQPLPDALATAPPSTAEGTGHREQRLSLNPEGMALFYQAHDGQRVYLHSVNTKCLA
HQYGSLAACPQSIAGTVVETEELAITEETRRRYNYLRHLPLGTEFVVAELDLGGLLTADTLQAFEGEIGRRQQRRRQQKE



KERLEARRAEKAAARPTFDASDLRHFPAPDTSRAELETFLAPVVMASMAAQEGQPQGAVGDSPSFAQAARGAQGGPTPAQ
AMGQAGPSPHTPSRPGGTWVTLARQQPTGTQRAGPSSSRAIPRPAPVGVAAVGSEDELAAPDYHQSFSSDIDARIQSALA
GRSHQAKGGEAASGGKKKKGKTLLFSTGGGARGS*GCGLE*WMVLGGVVRWCARVWLGLLIQTCKLKASIHACYCDCLLK
ARVLVCIVDLFGIYIAGVVVMLRKTPCTCIAVA*CTHTHRMRMCVLHTHTHTH                           
>Contig5744_Corallo_2_fr1                                                       
ELSTAGKHSRGMGTILGRSAPQMPDKAVTQERDGGKKDEKIMHTPMRGKTMTKKRNRSKENEEIMAPSKRGTAVKKRAHG
KENEESIVRDEWQISKLMHARSLPGYVIMNIQDLPQSAQIHSGAPSVKKKKIVYAPMEVDEEEDREVECCVIECNVVGVQ
YYTGLCDKGEHLLLVREPNNPHDKWAVKACNMNGVQIGHLPRALVAHLAPLMDEMVETLRLAPCTNRPPGTYVMPIKITV
YCPMSRLRTIQGKLALALNAYGVKDIRMGDGSGSTTSLRRSALGSMDSSEMFTPLVPWEYQQYVPQPKHITTSMYLHQRI
ALLWMQRMEMFRHVKQVYKDMDQIFLRNVTDKDMRPVIQGWQERHGIFYNISSNQPTRESPLLLRGGILGDDMGLGKTLE
IISLIVWSIDKQREDQREGVTGPTLVVAPLSVLSNWSNQITQHVSQSTNLRVLVHHGATRAKAYTSDKNRKVLAETDVVI
TSYETLASDFAGGRREEKSTVSSGLYKTEYTGGFFRVILDEAHIIRNLHSQRTKACIAVPASRRWCVTGTVMLNSINDAQ
ALFAFLRLKPWCEDGFWTHKIGAPCRMGIADGFHWVQCLMRTYCLRRHKNMMIPGRDGGSEQPLVDLPSKTIRVQSIDLN
EQEMEWYTTVWEQVLDTLSAMAEGRASGKQPTVSPMTAVLVYLTRLRQLCCSMALLPHAMRQSLLRGRNVKLLEDVTQQW
LMLERTQGKEFAEKMRDALMKSADEDECVICLELGSTVITPCGHCYHKPCIMESLNVKESCPLCRTPVTQNDLLEKPVDV
EDLDRAREEEQAKSSERERRVREEPSSKLLAGLKYVQEHQKRDQIIVFSSFRTFLDLFSDVLHEHEIRHGMIVGSMNLKE
RERNLQHFQDGTSRVLLISLKAGSLGMNLVTANHVLLMDPWWNVAAEEQAIDRVHRLGQHKDVHVTRFCAAGTIEDRILD
VQWIKNRSIRSVYSGRKKSRTDLVKERQALMGALFGDNIVQKVFGQERTRR*TCVRIYVV                    
>Contig2106_Corallo_2_fr2                                                       
RKGRVSCIMLCIVECSRK*FYRDRGNVEILKAS*TVAKQTKMSDMDDDEFFDDMSDHDMDDDDFDVGSIEKEGGTLDSGH
HAENNYEVLKPKDLISKQLTYIEDVNTIFQIPAPTARILLQHFNWDKERLVERYYEGDQEKLFEEAHIVDPNKAGAGLTV
AADAATGPSECEICMSETDPKSMVGLPCHHLFCSDCWNQYLRGKIMEEGSGQNIHCPQHGCDILVDEWTVSKLILDPKVL
SRYEYLVARDFVGSNRYIKFCPAPGCENAIKVQSLQTFEVTCECGHKFCFNCQQSVHDPVKCEMLKKWLIKCADDSETAN
WIAAHTKECPKCKTTIEKNGGCNHMTCRSPTCKYEFCWVCCGPWEPHGSSWYNCNRFEEGESINAREAQAKSRAYLERYL
HYYNRYANHEQSARFERQLYEQVEKKMEELQHLGMTWIEVQFLRRSVDILCECRNTLKYTYVFGYFLARNNQSIIFEDNQ
RDLEMATEQLSEYMEQNVNKDAAQDIKKKVLDKSKYCESRRKILLDHVAKGHEDDYWDYLNRDDILSISTK*CKPFTRCC
FEKFKTFDSH*TIAYHKYKGI*YSLFLS**MVLAEIM*EHLLGENSRLRRRDNMRYISPCDSDRYTAMWLFHDHKLAEHF
LLRCLDVVVIKYVREARLEHLLCELHADTIPWTSTERNIAVGMRQGLVTQPAVWVVHVRVLPVFGEGVDGAHVQKHLGAG
GDGVAFAVKFFLHFSTKYGRGWVEA*GFLDHCIQVNQVA*SVNVNITLSKEFVYLGVNPCLYLFVLGHFPNRPSKCHSSG
IMARKHEGTDLIPYILVCEGRCSIGILCGEHKIKK*ETPLADPPQIYVSPDALLFESQFPLQNRTVTLSFDNFEVLVAFL
SHLRHIPYPIKVILQIVGSECKQSIGLFQGSAVLSVARALNIQFSTHGRDVDDIQSHTDQVG*HIKFCVRLTVFADDINK
RQCSLLHRAHVVTQDFEMESICQSTAMKLPRFSSVNQESAS*ITREIFSTLTFSYVDLRLENVLDILSLPHNNAREWASP
ECIDSTQLIMPFLEERIRV*TFPWQIFQCHIVLGQLIERTRPSDISDKFCHNICQNYSEYEHPRRGV*KQTHLQ*TNDIP
GTNSKSSFHSN                                                                     
>Contig2174_Corallo_2_fr2                                                       
*GLLVVNII*GILISFVENVVLQACETDLDKCFQFGRSRQLNLRR*RIMEAEFEEQDVCPVCKSPKSYLNPNFKLLLTRC
GHRFCQSCKERIFRRHNPTCPECGQILRENEITDPQFDDLEVEKEMRVRKAILRTYNKTEEDFKDLRLYNDYLEEIEDIV
FNLTNNVDVDETKARVAKYREENKPAITQAALRRQEMEKSMKKEIDEEEEERERHRQEAVQRLLQERQAKQELEQHVLDA
LSRGEDAIEVERMQRLKMEEIAATAGKQVATTDGEDKKAEIKKKYHLVQPESKRRIALPYTEQDYFDHIVLADEHLSHVL
QAAESLHIGPYRSGSAERHRLQLAGGAAAVGFVQRALQECRDGFFTGFEGA*LPNSRYIL*QYSRQRFYISVRNQTIVKY
IQLPARQLTVPKAIGLG*CRFVLVCTERDRNPTLGQTLLFGATRRDVANCIQFDTMTLVFLMKANTSGGKIVSKSLPWIL
RMCVIWSRSTSTRRDFL*HSPHLRKSPAHGSGRQSEAIYCQYSMPMLRQKVLRTMMPLWTSA*GGKRSVSSLREPWV*SC
HQQTTLTSLII*VPCKKCTRRMSLP*PACLGEVSSVGVLIGRCGSPPILY*IRTPLRSPADWTYTTVALFSLQRHQYSIY
DYTNPRSVCLWPAWTGQ*P**AWMTRTLAITLSKLSRLSLAAGSSRCAWLGTTMQACLQ*QAMIRPYKYLD*LRMGVSTH
*LRRSTTKVQSRVLSSRRNTWSTAPKRRSASTPINSSCSPGRIIVYTS*TLRLFDHKPRARFQRSPHNGQMFACST*TKL
ATTMLASLPWMQPS*EPYEIVPCS*LPRTRTGLSFTTSSVGICCEVITVHQTSVMSSATHACVCRRRVRTSTAPLRMDLL
SSSRRIAAD*YGN*LVTLLVFGRWHTMTIWISSSVVDMIMRCACGTNLARLNPETKKQSMRI*RRECSSTCMLYYSYFCL
CFHATTTCTSCPGIVCHRIYFVIVGSHGCFSFHGNATISRRWRRRDFGKAARCF*STWGLAGRPLDFTDDLYAVFVPITA
AFFVLSAAIRQLLYPCRQCIGLQGHQRILRFVDILDFIITVVACIGRRGHERTDRT*RRISIGARRRQAQITARVSKAAC
AVT*PFIAVTDSAGQCQSVTVLLLGWPCHALQFRIRWQQVLLDLGLAATFRVLAGVEENVVRSVHNFPSVHLGHMTVVEF
VPFAALRIFGVCRVMTTTEAAKMVDDGVAVVLCQ*WVLGQLVRWCCKLAHI*PFKWIGDEIVNLLPPCMQAASSTLVAES
LQVDY*DLWQSPQAKLLGRTLLQLFAFWTIPSVVCT*RLLFAKQFETLL*GIRFGGLRRADGHRCISSHRVVKLRRIYVL
VIDGGLERNPNVPAQLIRIGNFLGLFFLR*AIATV*GSE*IGR*VRHVVAIGLPGCQALIWFTHVPTTVLLWTQQE*RLG
QGRKTVVFARVHS*LFCLALGGQAMGRTAARIAHIIITTIECDWRGASGVRGLFLVSGKVHYAVFGVLLSFSHIVLLNHQ
FRAAVFLFGIHE*YCFLGGSGVDAWACRSAIIACFGRIWWR*VFQLTNFKLHL*RPLFQKRLLLLSIPPRVHGIKNVLRE
RFDGQGLNQLSNLLVQISHKALLAIVEEQRRMQSFRTVACRRTCCLKENTVDHLVFTMHESITVESESSYLEHHFIRETT
LFHAIRLIADLRAIRTTGEHEAPMSRNALTLCHCCLQICVCYS*GIVLDIHCHLLHIPLLIDKPHCLLDVFGMRDGHADI
HIRIKRGGYMTAFWTCEFGLHQTLKKIYND*VVPHFVVIPLFLRFLFIRFAHLIKLYVLLVLYTIQIFMYSVHQECHELL
CIMLRIAAKLRSKLAQNFLELTWCYTTLLTIPQAREHMKQSPSYLAFGAQGVCEINLTFEISVHEILTQFLCIAHGLQYT
VHEAGIAQIRQTSDTSHFSHVGVRRRRPHLSILRQRWFTFLPRVLKLFVPP*HNWTQRLLVCV*TWRN*CRKGVHAWSVF
TLR**HGSRLFIAARHRNCYRL*GVTAFVLREGCPLREDFVSFHCRVAYFMS*MLISRQQVR*SIGSLSRRRSISAICHA
TSAPERCVLMTAYF*IHDNTMPFCSLLSCQTRYDVYK                                           



>Contig5064_Corallo_2_fr2                                                       
NKLERTQLR*LVVVYWQCDLFSSHISLCDLVGLKERTH*LRIS*TSR*ENRA*CSISHDFQRYIDVYTSNRMPADQQNQR
KDGLGPPRQSRRSQKSRESLDGDNVLNFQYHSYADQRHRSGGNYRRSNKHKRSEAFNKQNYVQAMCQFFVRDDYDAMPHT
GDPDIPLSWDKVEQVMIAANEGQSCPICLMPPTAAKITKCGHVYCFACIVHYLMISDKNWAKCPLCNDSIYLTDIRSCCF
CFHGKISVGHETSFTLIARHKMSTLIIPWCIGMDEMRDTFAYAADALYPQYHKIYLMSASDIKEYILDRE          
>Contig1436_Corallo_2_fr3                                                       
ASALTVNGKSKEMVIT*VHHKHSRVEFSILQP*PISRGTMADPRKSRPKNAGQDGDDSPAEPATPRSDIGFMAIVEDLRA
HYAAKEYSQALERISGEKAKVEAQAREGSISVWEKEQLLIELQSERGECLRRMERFDEAFEDLFNAFVPKADRAIDLHAL
SMPMTVMAVLLRDRLRKHAEAHQLIHKNPLDSREQDINAFECLKCSNLLFDPVTALCGHTFCRTCIDEPWRSRTCEICNS
LLPYTFGSSSCVTLKLVIEKAFPSEGQAYNILFDVNNELTRHELAWTTCRKGSGASASATNGRPVMQSAITAILQRIQEA
TGNGSTQLSGLTSDLVRLAADVNDEDSEQEAEADHRAEDDQEPQEDPTTEGTEDHTATEGTGTGPEINRARTRTDSIRST
TSMSAEEQLIRDRFSRRYVRAHERNFLAADLYSELQILHDILKDAPVHPSTDGTNISQQSKTMESNSSAAVSTRTLESNR
NNTITNASFSMPDEERLRIRAKVLKALEELDRAAELFPGSQYTDVTRSLVNTKIGNTEKGTSFAQDAIKKQPRNGKGQLA
LAQALVKHSYSDPTMSTGEQIATAKSALTQAMNGHLLGGAMRRTLNTVMICLQRLAQLYHRTGDATCKISLSALMDIYGK
PTDDGTSSGAIGHPPPSPSKRRRLYDSASVYHPEDARTDLECQLCLNLLHMPTTTSCGHTYCRGCLSRTLDHSSSCPFCR
SELPGYLTERHGVNRVLEQFIKMRFDKEYEERTKQYEEEEETSQNIPLFVCTLAYPGIPCPLHIFEPRYRLMMRRCVETG
TRQFGMCLPSPAGSFMDVGVLLYIRNLTMLPDGRSLVDCVGVRRFKVIERGMKDGYHVGEVEWIQDDPVDPNEDDVQQYM
DHAREIASHIGNMLGDGTDDDAFRERFGEVPGEDPEKMGLWLLALLPLHDHMKYPLVETTDTVKRLRTVTNLFNQVRLAD
DHSSSLSCNIM*TN*DLEQNYT*HNTNVLIDSASSKSQRKTLHYHYVHLRSVPPMHLI*WYRWHCLPGPRRPCGVSLLPS
LQIRDLALLAPAMPGPAVHPQATLESEMNGSARPAQIPPQCHLRASVSPGHRSPDQI*HSSDAVGSVERWLSCAHPHSSG
*GQY*SPN*ALHATNHAE*T*AHLPHICTRSAVHAVEGLRIGDSTDQTILGR*AGWIHCCRLRLV*RLVVPSQMGGT*PT
AYAL*PLRSRHWWHSDPCGRSSHCAPDQQ*ANDSPDASHRALQRDHVESKGVPPSLQPFLVHV**NLCRKDTVDSLLCMS
GCK*GNLLELSAHLQPQTTLPLRTFQAKICWHYFRKLWRFHPPPTIL*WPIHPWRLAEQPACLVVHSGCEILPRLVL*LW
ESYRKHRRASSCSERGMRSARA*TAVDYTDRQRSHAPGTEILSDNSYTALSLPVHLRS                      
>Contig2688_Corallo_2_fr3                                                       
EIMIEFA*TFL*TEKYVRISGLRLCMFLR*FPGGSCSSKRLADPTTMTDRKAACADEAQRGDKGSEKSVEADGALTCPIC
QFRIVEAFVTHCGHSFCFLCISKYLENHNKCPMCKAGLSREQIFPNFALEKVLKKSEVLEVGEGKLLAKYIMKTLGKSSE
WSLADFQQLRQVLEAKEKDLLWNSEQTSMELLDQFLDKVKAVKESRIATLQSELAMVKEDMALADRLKNKYQTATSVVRD
SDREGRPAAATSGSQEKSEERCSIPVPANGGDSEDVDERSSKRFKASRSSAVDPAVPTGNSEEAATLRTSHRNMLASRRQ
RIDNHFDELERVYFAQRAQKLICGAEPLEALDMFRYNLSTFTNFSTFRTLTTMKNADLHNNNPIISSIEFDADEEFFATS
GVSKKIKIFDYASVLTDVNFPIMKMDSSSKISCLSWNSYIKGQIASSDYEGIVTIWDAHLGKEIYRFDEHDKRVWSVDFS
PTDPTRLASGSDDTKVKIWSTSFGRSVMTIPSQANVCSVEFSPVSSYHVAFGSADHHVHYYDLRNTRKPLNLFKGHSKAV
SYVKFLEPNKLISASTDSTLRMWDTDSLEFVRCFEGHLNEKNFVGLTCNDDYIACGSENNSIFCYHKEFTKPIVGHKFGT
VNAITGEETHEETGQFVSSVCWRKRSNVLLAANSQGTIKVLQLE*FHTSRCLAIICTIKLLSLLHWN             
>Contig2910_Corallo_2_fr3                                                       
EGHSVSPRVQSVSLHVRQTFHPFPFGVFESDVAKGIPLNQPLAYTQTVVCCTFIQEVRNILCQTLKTLSWRWPLTE*GYS
HSFSLYLFAFLANLRKKEP*HTTHKRVSTHTLVDTTINIPSTTIMADSRKRPAAGTESDPSAKKRSVSSGLPQEEKPDIS
DEKEMVKFQNKQLGIRVNELRSNIADLEGSLRKAQQARNEGDAVIAVTNRYWDRLDEDLQMELLKISGDEGTVLNSRHLA
KSEGVAAPFLSLLTGETVVQTDFTLDDKEGIGEQVASTLTRRVEKTRDWVRRIVESILAQNARCDELNSQVRELSAQLSN
NSSSDAAEKVDDALREENERLQSEIASLRSLNSELEAYRNKGTTETAGLRDKLLASVNKVATLTNTVEDVNYALEGSRRQ
VEKFKVHIQEAEARRQQLAAAASAAAKSEDASAADAKIKAEDSGKDALPPMDDEMRIEFEWAKETAEERLKEIMQLREEK
RAISYERDRYREAAQQLPDEKITESGPYRAMQMYYARAKKELDETRRDIQVLEDNFYRLRNSRHQERADTMNRHRNEMKD
LEDKLRSQVAMCRDLTYERDTARRQLSLAEKDGKGPTATAKETEQIITRLRTRAHQLQAENERLRERMTNGTNAGESAAG
QEGQHVNGKGDSEVQKQLEQVTEAKEDLEYLLKAYQSAIDANLNVDKAQLEAVLKSEKKYELENEKLSKRIEQLESLQKE
LTGGDDKLARLQSEIQRLTKEGEEQTELVKVYESEISAIGEHYEEAQEQVLRQNKQNRELEESHMKLATDKTQIQQQVQT
LEVAIESEREFGRRLQGHADMMANEIKKLEARVESLTGQLQNAEKENELNRSIVDEYKQRAHDEAQKASEFQIAHDRYKK
EATDSKALLQSKTRAAEDALSEVKRSKEDLRLVKTKLEKYKSGTADPDADLTDMLKMYKDYINCSICNTRKKNAVITKCF
HCFCFDCIQTRYEMRNRKCPSCAEPFGANDYHQIYM*KGGSFAPKCLSKITITYRILMYIL                   
>Contig4737_Corallo_2_fr3                                                       
K*TSL*ANGESPWSAFNPGTECFCVY*GQGLVLV*KTFT*IKDNMARGQGGLRQRSTPRRAASIKSTEGEEEEEQNIRRT
MNDEGNDDAGSSSSGVIDLDDDTKLNRRRSLRIRGTPQKPVYVESGTESSIDRKMEEEDAYDSDDGEGSDVTLYDLNDTA
ATVTEPIKGRRAASASARKQIKRKLNNSKNSDLDDDSDYSIEIVSEHSADEIEEPKSKRRRSTGTRKQFDSDGEDISHLK
PWEKAKRTITKRIERNHPELKEVWSGDKLKPMDVLPFVQPNELAVTLLPFQQEGLGWFLQQEQTKFRGGILADEMGMGKT
IQMISLLLSDEPKRTTLVVCPTVALLQWRSEIENRAPGALKVMVFHGLNKDKVADQFGDHNVVLTTYGTVEQQFRYSTQG
RTKQGKKYYPESPLHKFKWFRIILDEAHAIKDRSSQTARAVFHLHTNKRWSLSGTPLQNRVGELYSLIRFQGVYPYAYYF
CNQCPCASPTWNMINGRTCADCGHRGMNHFCWWNREILKPIQNFGGQGEGRVAFNKLGKMLRAFMLRRTKLERASDLGLP
PRTVVTRKDYFNDEEEDFYEALYTETSTKFMSYVHAGTVLNNYAHIFDLLMRMRQAANHPWLVLHNRRFDKSGPRHNVCG
ICHEAAEDAIAAKCSHIFCRECMRQYLDSTMESEDQVKCPICFRHLTIDLEQETVQLDDLSKASGSKGSKRSSGKDNILQ
RIHLERWRSSTKIEALLEELTHYKQNDRTVKSIVFSQFTNFLDLLDWRLQRMGIRSVKLDGRMGPAARDAMIQAFNTDPN
ITVFLISLKAGGVALNLTEASRVYIMDPWWNPAVEDQAMDRIHRLGQHRSIVVKRMIIENSIESRIVELQEKKKLLFEST
VGMDQNSLQRLSENDLRFLFQL*ILENQRIE*IESESLAYPSEAATDAGFREYNRIVNLVLA*YTDFCIFKQELNCF   
>Contig9209_Corallo_2_fr3                                                       



TFDEVH*SQRSTCDRVYNRKYDIGLEICGPGNRKGK**SSMAEYAEYAESRSSSPATTDPVEKTVKDVNTEISTLLKDLC
TSEVAPSFLCKLCNDLIVAPVITDCGHTFCRQCVASAG                                          
>Contig8354_Corallo_2_fr4                                                       
VFVCSICIDEIHEAYKLTDCGHHFCRVCIESHLEEENNCPQCGSLATPRSLVKVALIDDLFAMVENIWTHIAALRKYSEF
GRKKLLVSHRTRWSPDADSSPTIDTPRQRKKGTHQEKRVPHESLVTQCKLDITNQSRFWVSPTAGSRYSGVKPLNVNRRN
LKGETKLHQFAVKGDIEGVQRCLDAGANPNTTDNAGWS                                          
>Contig5729_Corallo_2_fr5                                                       
*LKEMFKKRKRAGTGGRSLVLDHEEDPAAAVDVTKEKSEVKKGINAVDGAVKKAKLEVETGCTTSSPAKAELSEKQNSVD
SAEEGSDENGKVVNEDDHMKEILAEERKRIKDTGQITNEYRGQRAYVTFGSEGPKTAKRSAQQENSTLRRMEFVDQQKII
CKDFKETGFCGFGDTCQFLHDRTDLSKGMSIDRNWDVTSRTRAKTISGEMDVAPSVCPLCRRSFLRPVVTACQHYFCEGC
IIKRATESSRNAVCPVCKKSLNLVFNDASKVIKAEHQRDKP*GDVQVN*SVKKKLQYSIK*RTQ                
>Contig2207_Corallo_2_fr6                                                       
SKLLQFLN*NRVPVSEDRPLTRCRIKMRYSKYVRSS*GRISPKWNRTIVSASEGEGHSSTMAPVAHTSLSVLDDQAINAI
ADIIGDDVRSKVSNDNALTGEREVYRALLKKANNTIENAISLWYEGDLEDTMRLARTRSKSHLSVNLKKPDNSEYDRGLN
KRLKVCNDAMDSETSSGLTAESRKMESRDEQERSRFATDFVDFARRKSRADKSSSNSSGDESVVEVGSHDKQQSDDSGHE
QENIRRLNALTWPVKLGVLLASASVGRSGQKWEPEQYFVLTRGKHQQQKAVDRRMGKGTEDSRTSIVMGRNNKVNNTVYF
RTDAGIDIGRVHSEFTQYLCPMLDHNIITVDGHIVEENHRAEMGTDFTLICNVYLNRTGLRILLETDINTSLEKVAAQSA
IKEGFLGLLDQMDVQPTAVGSTAGRTRQRILDIARSNQNAKEDELNDAAENTQQLTSEDLLGLYSEVADVRDDIMVKPPS
KHFRSNLRPYQQKALSWMIAREEDSGSQPLEQDLTLEEEQKQQLHPLWVEYQFDGAKYPVYYNPYTGEMDLVRPQAAKRA
MGGILADEMGLGKTVQIIALITTGDESIADRNAERATAASKQSGTSVKADPVGPTLVVSPLSLVTQWKEELILHSDIGTD
KILIYHGSGRNDKLDFRKYRVVLTSYGTMSSEWALRKGEGPLHAFTRWNRIVIDEAHMIKNRNTQVSKAATAMEARTRWC
LTGTPILNSLDDMYALVRFLHVDPWQSWPFWNTHISKPFNEERSREALDTMKAVLRPLVLRRTKDMMDESGKPILTLPPK
NTLMIRVELSQEEREFYDAIFNRTFTRFQQFEAAGSLLKNYASVLEWILRLRQACDHPFLTMANQANKQSDVNKLLDSSP
LADLDELINRFVENSIGKANFDYVRATAESMKTNLTKFATDTECPICLDTVEDPLIGPCMHPGCRKCYEKVVFQLRQCPV
CREDMMLSELEPLPLPKPEDEVQSTSDKGTEEAVDSGTASGMTAEGTEAGLSKEALSHIEESSKIRSLLEDIEDHCEEKC
VVFSQWTSMLDLVEKALRKRKVKFVRLDGSCNLNTRRRLIEVFMDPSSDVTVFLISIRAGGVGLNLTAATRLHVLDPWWN
AHVEEQAINRVHRIGQDKPVTVRRYIAKRTIEERLLLLQKHKSAIVEEALALSKEEESAMRLENLKLLFNPSTSLTQSLD
DIHNTSADSSVLQPPPQPQ*PDTQTQRVHKQH*RLTFCSSLIVFYLCAYWSFLISSRGEVLATLELNNMPPELRSRTIEE
AHAKQ*LLAHETGPD*CRRDFGGRILRSEAGLQHHHFLVGRRQHLPAQLVHALVPFCLG*GFTVVRVNLYWQCNLHLQRL
HRLIATVRLVTFVEFEVSPHFVAFLSFTVSV*GRPIVLGLPPERQTDWHLVAVCERIASVASDGQANGRRVIAAALEAVD
QQFTTEVQLGYTAAVVL*VLIRLLIVVVRFYLEFGDNVVGVRRRKFSLMPHFDDWICC*SL*QGRCTRREVEHDLTQELY
VGQRSTLEKRMQRLHHSHVDIDGLHGACLVNIQSTKRHSGWRYHLGWRRHVGLSTGGAAIRRMCRWMSPTPAAA*RCWSG
Q*RRDRRWCRPRLHWGWPCLGGSDIGIICCGRRWRCCSTAFPPVGRILTVRSWGVGVIVTGCIIYLHTQHRVRSCAAVAR
DAAKSVISVLIV*KVRVSLGTLFKCFAERINLVFIWPYSVSLLINHRFPIIHSSDNDIRVGGVSSVDAVAVLITMVFALP
ANAKGMFKTGANCFLFSKFLATRVRPDGVNSYGITALRHRH*ARCLHSVRSDHTTR*LYVLREALWLRDVTEIHL*SV*S
PTRRYSATLGMGYRRFPAETWNR*ACTLPTQ*RHILIVLVQ*VCI*HHLRRTLIHKCQGILRLLDRPFVGLIKLLNVRID
QFFHLLQLRVNFALMVIRCEQQFLR*FSFSIPHKISCETVIRIRYSLLLSFFQLLLLLLIVL**SPYLGTFLLQIELVIH
RLPGQIRHSRSNVKTKHIQVITLALLAFQHQL*ID*QRGGHSVLAH*TLLITASH*RLEHFVIPALLLCQIIRRLQGLGH
LFHSTLGPSSLGEQLLKVTHMFPSLIWVTVSVQQVHPNSLLSSRIRR*RSARGGSGRLLHYRCSYRTVRYYSRDRCPRFR
MNGPILVERIHRCTLSR*RRTSS*IMGMYTAIVHWC*KSFVADQSGKPVS*G*GGLDGLFWLLSVGRCSAVHGIEID*IC
HGDICLS*AKQAVVCDNSVVYFLLLSI*VLMLHFLSFCP*VTSLPTTMTAGSLERWSSSDSSLR                
>Contig2647_Corallo_2_fr6                                                       
*NCPRNRAWHCFRLYIVPLRAYYTMKVAASHS*SRTLL*TVPMDEHESTSAAPLLGRIKEAQGYGSAQHAADILGSTPRG
TDDTVVAVPYSANDTITNGDRCPACRGGHLMDDYSFFGIVLAILCFPIGLLVCLLFKIKRCSNCGATFSK*RTMEESGRL
APLELERSLEKDQVSWNRCSGFAQGEFASKKFAKDAATGEFSVYCLVGKVQLPVAYSRVEKGRDSGRTRSKKRKLNNGTV
SMYQDCGTDINKGKTCDHPVHLVTHTHIFEMGNLLCHDRLLYLAEQQNAKHSSKVLEAIMSLEKPSVDPWGHGLLAAFSV
EGGEGGHVHTYIYFSRLIFELISDPAVHIVMGAIEPITTWTGPLVRSVMGEAFHNPVKSDESPFAMRSILRAAESTGHRS
IDENERIPGFRCHACEEKCNTTEGCKSTVLRDYQRQSIRWMIDHENGPGLNEYYWKKCSLANGIPFWYFDLGGEMRLHAP
PHAQGGILAEEMGMGKTVEVIVLTLKRITQQTKYARLKNNGGTLIVVPTVLIHQWVMEVEKWAPQLTVFVATIKDMDALK
PSDVTKRLDEADIVLTDYTTMSRPSKMGKPEGRIRSRHWFRLVLDECQAVRRHVSQVSARCAKLKAKYRWLVSGTPIMTS
VNDIFGHLQFLKVWPYSLQNDGFWDSRIAKPIAKKNFEGLHLLQSLLRTIMMRHSKEQVHVGSDESILTLPSYRIEVKAV
PFRGQMSTIYTYYFLECWMQKNALRLLEREYEGEQLWMRAAVSTMRTLANHCSYTTLAAIDRLLRKVMSDIAMLGINTRD
EFDPVNSQIPKLNASDILKRLVAPNLSRSGGSNWQATRVFALQTEAELKNIDKYHQMTVQQLRELCAQRELPSLDKKTKQ
PFIDLLLEADRTAKGFEGAGSTDIHESGFQALMSLMKGVALTCPICMNEVQRPTITLCVHVFCLDCIRSLILRSDSDRPK
CPLCRQGVKASQLMEIDARDLGDEDEKVDDVSAGASVMSESIYRSIPLPPGQSAEMDSAYPSLPGPFVAHYKHASASEVG
PKIQWLLHDMERYMGINNGDGSSGHKCVIFTNYDATLAHVSKAFSDRYHWELNRDFTMWSPSTKQHKLPVGKVIEIFKRS
PMCRALLLSVSASYSGLTLTDAQTLYVLEPCSNKAIESQIFTRLHRIGQRKVVRCVVLYSQRTVEERHITLRNDLRPEEQ
QVVQQVDFTRGPPTHWPGMSSGADFQGTNSSNTNMMRLLGIIS*AVSISTHWHPELATILSTKQ*ILSPM**RAIR    
>Contig3971_Corallo_2_fr6                                                       
GERRVYLK*LWTFLNIEVQLQTTMRIPASSPLLNPNNQGETTVDTDQPSVATMDPSETEGIRAGKAPAPPTAGESSESEP
LLGSSTTDNNSGAEVKDESSTTVNADQDSKADVKTETAEDTSNATPGGGTSNDRSAQWECQICLDDANEPVVSHCGHLFC
WACLAEWLRIQGAYVDNETAARNPAATQITAGCPVCNAAISRNKVTPIYGRGQTSQRDPRDTPLPPRPQAQREERPSGVP



RGRANLPGGATFTGTGAGQARQAHFSIGAGFFPFPTLFAMQFSGPSAQPTGNGDDPTTTHPRTAQEAQFQAIAQAFQFAG
LVMILAFIFGV*VRKC*SLRGHAEQHDTRAFRHRFPSFTFHHHIKIHNSSFP                            
>Contig4378_Corallo_2_fr6                                                       
RMRSIAMPRKVTPGVSAVVAQNEILICIV*MPTVE*YPISAN*VRRASPLPRLNSNY*FGVSPQDVHNKSILLAGEPLFL
VVGGGGRTEVRLRGTYLVGGLLC*YLSALVCNCNPWKT*C*PTTRAN*E*M*LSPLHISSFSLDHTMDGAGSSAIGAGTG
QVGNAVSSSGVRPVPGTRLAAAGQPDLIRTHQKDELYRLSLQEDLFQVLNSIFGTRTLLPWRREVDMLAGLLFFGLTMGT
GSQTPGEENCDLVQVAVSENKSKVLDTRYKRLLVLLQILAPYVVETGLDEIIARYSRWVSARASAEFRDEDADLDLDLHD
RIPKVHQLILSGLKYCKTLIATLHRLHISVFYLTGDYFYISRRLLGVRYVSLRDPKELAQRPRYTILGVLSFAQLLISVG
VYAREQIKQSILRRQKQQKKQTGGIVGKDSDSNGQGIEDVCNESKRQCILCLSNMKNSTMTVCGHVFCWNCIAGWASEKP
ECPLCRTHIRLNSLFPLYNY*IDVSNSIVYVASSVLYLVTTLTPNIWLDGHCVTCLTHSLAHELLKFLSQIHSMAIPQLH
IIGKFCIHFSFSRSALSISHTS*SI                                                       
>Contig4402_Corallo_2_fr6                                                       
AQSTTSKT*GNNRHIDKAM*QVMPGILTDMNELHALETHLQCPICHDLINGAVVLRQCQHRFCSFCIRKYLVHKSQCPQC
NGNASTVDIVSDNTFCLIVESFSKLKAAFKDSKATRSSKRRRVSEINQGVNLETEASEVTAEPSSAAPAQTSSTKALSAG
SRVECPICAKKVDPDFINQHLDMCLNGDGRAPTSAPPKHVSVNQDRTSGRTPPSPPNGRTTSPQVNGGHLSKPQETRRKL
PTLLPHMMKPAELKKKLAEFGFSGSGIPKPEQEKRLSEFILRWNASCDSIQPKSKEQIVKDVLDWEKRNRHDSSSSDAVS
RMIDNVRTEEDHEKFRTQVLASNRGDFDRLIQETKKRQLVARRKREQEAREKEESEAPKT*E*TIYGVQNDQNYMIHRLL
VTKTVLKIAVAYFFFHTVMWALVCWYLRRVSRITNSTS*LVTSSNSFSSICFRPSYVYRRSPVPVILPPTQLASGVNSVS
QV*GEVSTSKPPLLRWAPTFNKN*EGSYRRSIKLPQKMRSKLLWEGSRLQASPTLNWARELASLS*NP*IDLSWNRLPSS
RTL*RIFLPSFTAWAVSTNRSLKSMPST*SKTVANSRVDRPVAQPMSYARRVGTFCSLHKLMQISAHFLGKFGTPQCSSG
S*WKSMY*LTSSSVS*MLSSLDGAIAPSSQDVRFVADADLVSDFIRVTLSDFCSLSTHSRRM                  
>Contig4884_Corallo_2_fr6                                                       
YWNEDYPGKRFSKMPVSDTGSTRVNLPVTAAKPEEVIVSMDGEWMEHFAYNSHVDKNLLCGICGDPFLDPVETTECHHTF
CHRCISRWVAQKSVCPYDQNMLTPDTVQRVTAAIVLKQLDDLEVQCNECGSVCVRKEGEQHLQRFHGSIASTPAPVSLSK
VAKRKGKGKSNVNVSDDDDEPGSSEVSAQIAVNSTLNDSVASEVQSGSVLYEYFPGIYHKLPDFTRLTSNQSGLTQGIDL
HGLLDKNVIKKSTNSVTDEMEDFAVRFTGEILIEKHGVYTFYSTSNDGSQIYINGSLVVDNDGMHYAQEKQGTVVLDPGY
HFLAVHYFHRNGKLLEGIRQGPVLSVSYYCHSDSYWGFRQTLIEKKEIPLNVLRSGFKNEKAKDFKGKVNLSYGSDTEAG
ELASAMEQSEMTENQRLRESIARLQRELQRVKTERDMLSEQLNEIANNVGTSTPSSSTPTTHRESISVRTTGFMHAGRDE
LAELYFSTLGLLLKRSMECENSVMINDLWEKCQDHAIPINEWPQFFMNEFSRIR*TYPTPLSSHW               
>Spom_NP_001018219_2                                                            
MDSPSLLEVLQVQQVEKLISPSLRFILAYFTHRYPRFLLRAYNSFDGIYLLVKLLLEKSQLKKWNATSVERRFQLKRVIA
VRDSSIIAEEFPQESESATSLNGIDVLKKLFLTYCIPYLLEKCESLTTVKENHTAVSILSLQARDKQKGALSVFYSKIKI
LLVRLKKILHFVFRLIRKSNTYLQWLYYLLYALGKTPYTNLADHILRQRVIYNVENIHSRKLISTREKSSLLTSIADHSM
EGFLIIIQLIDWWQSNNYESHLKKGEVAFTELAPPKLPFEINVSTTDICKICGEKIKNPAVLSTGFVFCYPCIQVWLQRH
PFKCPVTNLELSRKGESFWRLMI                                                         
>Spom_NP_594666_1                                                               
MDRTKRRKIEKEASLLNERNNLLESDFANCYRAFQHQLKLDQQIWRGPEDELNRLKSTIYPVVFWVDGSEKLHAYSFTQR
KISLAKNLIPLFSVDLNKDTYSALKAPLKIWSKLWEDNRRLKKIIKYTSYVTVKGSELILSFGISILDSFLAPQDAILSS
GSSSSYTALLDYTFLPSEDEEYSCLDINTALFYDCARKLAKSLRFANVSRDPRLSSELLPFQMRVLEWMKRREEEKFLTS
NDLPPLWYHCKSLFDDRMVYVNHVYGYMTFSKEKTYLLASGDIRGGILADEMGMGKTLEVLGLVLHHQLPISLTDTCTFD
QVVGKNVKYSKATLIITPSTILDQWLSEIDLHVPSLKVFHYQGIRKSNGLKSAKIFLDCDIVVTSYSDLRFELLYTESHS
RTLRHEKRHVSPKSPLIDVCWWRICVDEAQMVETSQSNVAQMIYRIPRVNCWTVSGTPVRSEVDDLFGLLFLLRYSPMYL
YKKQAWMQIIEKKRVREFCDLFGSLVCRHSKQDVEEELKLPPQHRICMTTRLSVVEETNYQDLLSEAAKSLHFFKDRNLD
LCDEESMRRWLVRLRQACCHPQVGFGNKSAFGGGPMKSINDVLVFMLEQTNSTFSSLNRKLYSDKIIVGQIYDHIKDYNK
ALAIWSEVRIPVELAVKELENVIYNSKYEDHGKNLPINYFGLDHFIHLRVWYVLLHKIYFFIASAYFSLKNEKFENEFYL
LAQDLRRKIMSDVIIKTSKHLEEFSEKFIPKKLVKIPRLQKSYAKGLITGHGIIEDYNRLYKELNDQKEVLIKFRDRLIH
LMKLPLLDQESDPTGDEYEESLNAQSEISYCIDVYRQMLSDRVAAVSGTINTFVSHETELEKYKLIESIKKSEKSLDKQA
EERDKKYLLYFEEREEARPKADQYGSLINIVSRLLDASNRSTSSFETSKNMEEYERIDAMAKEQSRICQKLEKELSIIQL
TYNSRIEYYKQLQEISDSLMPPPVSNISLNNYVKDDEKKQKFLNSVIIKASVILEKEISEKQDEASQTTNVAELVNQKIS
EMNIPGHIHLLRELEEEKSNTQRKIAHFESRRRYLTNLYEHIVLKAESHQICIICRDIIKQGFITTCGHLYCSFCLEAWL
KHSSSCPMCKTKLNKNNAYYIGESRDIYSRQEFVTGFNKRDERLEILDDEAYRQISNMELKESFGSKIDTISKHLLYLKH
NELYPKVVVFSQWLDVLDVLHKSFEANGIVFIRFDGKSKNTCLKRFKEERSLQVLTLHARSQSSGLTLTNATHVFMCEPL
LNSGIEMQAISRVHRIGQTRPTFVYYYIVEDTVEGHILNLSLTKHEQLDKLGLDVPLVGNINRTTEASSGGEQVDAAEIK
DCLKMALKRLTTEDS                                                                 
>Spom_NP_594246_1                                                               
MDSLSAYPPQSTFQQLQNDEELARRLQDEWNSSSPSSAPSSSSSQNQVELDEQFARSLQNSQSSSYSLPPFDHPPSKNPT
SSSLSTRKRWRQKRLWSFKNFPFRPPTRLTSTPSNSSSLPSIPSSSSTPSISSIPHTTSSVSNDIPSVLGSSDHPIDLDN
PEHLTPPSSFITAKQLSRLPTPLPPPSSSSLPTGTISTNSFCPYERKVQPEHVTKELHQLLQHNTPSPFDTIDLQLKNEQ
VQSAGLLVSLLPHQVEGHAWMESMEQSSKCGGVMADDMGLGKTIQTIALLLTQKSQDPLRKTNLIVVSVALLHQWAEELS
TKVHPSKKLSVYIHHGSTKKNLDSYELSQYDVVLTTYSMLAYEMKQNDAFNNNNPATATPPPACSLLETSWYRIVLDEAH
TIRNRDTLAAKCCVKLDAKYRWCLSGTPIQNHIDEFYSLLKFLRIKPYCVWSLFAKDISRPLKSYRADIVEAALKRLRIL
LASTVFRRTKETRVNNLPIVNLPPKTIRTVSVNLLPEERALYNEQMSSAQSLVDNYFNNDHDLSRYGFLLVSLLRLRQFC



CHPWLVKSSSLDNSFRIRDSENVRNACKSLDPLTIERIATLQDFNCSVCLDPCLAPVFIIPCGHFTCQECMSMLVGQKYG
SSSTSTIIAKCPMCRGNIVQDSLVDATILQAIHGPLNSLKQLELDMNQSFSEQESIKLRWENRIDQMFTKKFGKRASEWK
SSSKLNQARQTILDIIGSKRNEKILVYSQFSQYLCLVSHMLKLENIRHVRYDGTMSANQRQKSLHSFNNDKDVLVMLVSL
KAGSVGLNLTIANHVILQEPFYNPSIEDQAIDRVHRLGQQKPVTVYRFITKDTIEERIVSVQRKKRQLVKEALDSNENNP
LSRLDKEELLYLFGLNS                                                               
>Spom_NP_596736_1                                                               
MRKERPGVLFNKIRSYFICPGCNCLPDWPVTLPCGGTVCRKCFRNAYSSESSGKVSPSRCCFYNHKKPHYSVETEVKDVI
ISKVVELIKTTEFQISQQSLVPLELKEEICHDDCLSSSPPCTSALTEITLLPPTFHNLIPSSSSYETAVAEFLHMEDLLQ
ENVSRELECQICFGMLYDPVVSPCGHTFCGPCLMQALTQSPQCPTCRFGLPSPVVLEHAKSHSITTFLRDFYPDNWLERQ
KSWEEEKEQESWLPLFISMLAYPRMPTFLHIFELRYHIMIKKCLETSKRFCIAMPLRARSDGHNEHRELRNARGQRLFCS
EYGTILEIIQVEPLIDGRSLVEARGSYCVRIIDFRADGLFPRVKIEKHYDTPLRATPLQFPEPEYLLMYGNLSNEELVER
IDAFYMNARRTYVHWVVPLIDIKMEARQSIADLSYKITNLLPISELEKTRILQVDNPTDRLVLVLIWLTQLQESWWYRVG
SACTIA                                                                          
>Spom_NP_596602_1                                                               
MRNNTAFEQFTLNPCEQIPLDDKHNIGFNKNNTPDYSSSASSDQLLKNDINRHEMERRIAFLNRKQALFNAFMHDSSSSL
NTMESNIEKVNGLFPNDNSVIALKPNEEKLNSSLSVENNDSTYTDATLIAPKIGLDRPNINAITIDVDGHSLQNEISSST
DKLSPSQSDALFEQKQDSLFWNDNAVIVVSDSESDDNNVRTKSSLNDHDKVNMKEKRNLELAFMNSKRKKLELPSLPVLS
TAGPSYTNSLALPPFHHHNNYKMFNTTHTLEDDKFLQGKGTSNNPISLSDEEDNEINFQNKRYGSDSVILPGGLLHDSKL
PEPGKHLFHLQWYHDRFHNIEGFNLSDSNNQKVQDDQQQQLEELFKDLDEQLVNDPTIREGTPAGLIPTLMEHQKEGLMW
LKRLEESSKKGGILADDMGLGKTVQALALLVTRPPESKSVKTTLIITPVSLLQQWHNEILTKIAPSHRPTVYIHHGSSKK
HKIAEQLMSYDIVLTTYNVIAYEFKNKMAYDKSIEDNAPIKKFEHLPFFEAEWYRVILDEAQTIKNRNTLAARGCCLLES
TYRWCLSGTPMQNGVEEFYSLIKFLRIKPYSDWSSFSKDFTIPLSSNINTSAPMKRFRGLLKAVLLRRTKNTKIDGKPIL
TLPPKTAVKSETDLSSSEMEFYNTLQSGAQIQMRKYLQEGTITTHYGSLLVLLLRLRQACCHPWLIVAREAAVDDNDSFQ
AKNRAIYNQIYPEAVNRLKLIETLQCSLCMDVVAELLIIVPCGHFLCRECLTHVITSSEDMAKQTSNENISPKCSVCEEY
IDTERLLSYALFRRYSGMAPIVDADNKLRTENISELLPKQYSNILENRQMGMKIFTDPKHWTTSTKIEKALNAVKEIIKK
QPTDKILIFSQFVSFLELFTVPFRQEGIKYLMYTGGLSTAERNQALINFEVDPNVRVLLISLKAGNVGLNLTCANHVIIL
DPFWNPYIEEQAVDRAHRIGQDKPVNILRIVTNNTIEERVLALQDRKRELIDSALGEKGLREISRLNTKELSFLFGMSSR
>Spom_NP_596257_1                                                               
MEQKNLNINQASGSKINTELAVPIFQSRRRHRPRQGLKRKKGFKRDDDSGGSSESSNEDMRDNIPIVSGRKKTVRLNRLQ
RESEQFENSALKDINVEYQSNLSATGESVNTTTVSAINEDTREVILGRPSPKLANQSTLPTELFQSQNDYSRFLPKRKDF
EKKSQVGPVLSSNASTVRMNTIIDYQPDVCKDYKLTGYCGYGDTCKFLHMREDYKAGWQLDREWDSVQEKYKKGAKLEEG
MVKNEKKEDIPFVCLICKKDYRSPIATTCGHHFCEQCAITRYRKTPTCIQCGADTKGLFSVDKNFDRLLKNRKSKNDEAV
KQKVGGFESNNSATTEVSERKDREASFQGFADTLAKPNTSAQQKMPSLGDNSNTIISKYFIREITESNIVHFKRLVRVVL
EASYSDKFYRLVLKNPDYARIATFEDKFVGAISSLVAEDNSLYVTVLCVLAPYRCLGIGSLLIDHVKKTAINNNIDRISL
HVQTTNESVIKWYTAHGFKIVKQINDFYRRLENKSAFYMVCPLSAHNNIISNH                           
>Spom_NP_595592_1                                                               
MHLSAHIDPLQIILCTEIDEACIQFIKSQIEGIARACGPRMQANFEGVLIPYVDVLGKFLYRACCLRYATMGEEAARIVL
AKQDRSKGLVLATTGERMTSLIFSLVIDLVGVHVNKLLKQASYSSSFKLPFGLRNLLPEAVISKEKHLVYILNSFKPILL
KLVSIIRFLCLTMKGHCATVSQLLLGLKYISLDEINPEEKKKVLTLLLLLGSRLIASILQHSNSYFDQHTISSITDERDL
EDKNKLPFIPEGNRKCSLCMEFIHCPAATECGHIFCWSCINGWTSKKSECPLCRAFSSPSKIILLR              
>Spom_NP_595523_1                                                               
MPPAHKRDTNVRNLSAPYNIPSQSARVAAGNAAINRRRSSPVENSPGNGFPVSEDATDYPSGTTSENESLPLNRAPRSLR
EVASELAQEETLPVETSDLNIDVESEVFDLEDINFQNDADDINQRFTYNNHPASVENSLTNVNSIHAQPTTISDMIDLTD
ETSYDPRKQKFEQGKNPSTTNAEIEKEEPSKKQVVPSSQRLADYKCVICLDSPENLSCTPCGHIFCNFCILSALGTTAAT
QKCPVCRRKVHPNKVICLEMMLGSQKKKS                                                   
>Spom_NP_595423_1                                                               
MNELDATDPSDWNQTKIPSLKGLDSSLRCLICHEYFRAPLITSCSHTFCSFCIRDYLREHPMCPACRAPEQESRLRKNTI
LEEILESFKVIRPTLFEFLKVENVPKPVLQAPETVIAQDSASGDEEWEDDLASNSSPASIAKKTSRDSKKRKREDLVHCP
ACSNLVPHNQINQHLDSCLNSPSSPSSSSSPYKNKDNSKSNSLLSFKTDDDSITKRRLRSFNSADELPLKDRVRLPKLTY
ALLSESKIRSKLSEMGLPTDGHKQLLQRRHAKWVTLYNSNLDQKQPVSKRNLIRQLIDWERVQSKSIGVEKEKLGGGDWE
KAYAEDFADLINRAKQSTTNKNDSLRNTAVESSTEPSTSNGFPATSVSPPLTIDLTNSQTGSDGPQS             
>Spom_NP_588497_1                                                               
MSVVNESRKRRRLIHSEKETRRLDLGEEDDLELFQKEAAWRRSREYEHLTVLEKKLYEYWESLVLKLDHYVAAALENHEQ
SFEELEKITASLYQPDDNLQTLDLSLAEFSLIKDAQNYLNKYASYFQAHEPTLQKLAKFGSFKLKETPNVHEWIDQRQVH
FTSMINYRTSQLKLALLKRKLSFFREALNSAELEWKRVQQDQLTSASERSIENIADDIPASEPKAILENGEGCLNDNDNI
SKLKNNFQSQADLMQANINSKLDELSQKSTRAAQLYVDIMGITDERVSREPHYLELKGVLSSNEEKIESINRDLSSLFED
IQFFISQRTKRQKDIIDLKLACVKEKQQLIKTLESSLTQIRNERDSLVAKQQMQYTNNLFFDDMMLLLSNLSNARVAILE
GYSNRLCIWDRIERSKTGEMNNVLDEKEEISASSALEKLIKNNSCLEAELPSMYAAFDQSQSRLLKKYEELETKEKKALE
MHYEKARATQKYFAAMKARDILMTEKKTLKLAENKEHDYIGKLQEREHALTKYESSLKAELEVYKQIKEIYGKHSVEVLT
EDKHLQVKQTKLTQKLEDLIESVQKSGEKLMIMHQKLFHLQEEHTILSIKASYNKKESHLINQAYETQEAQVYKGMLKCS
VCNFSNWKSKLIPNCGHAFCSNCMEPFYEHKTSTCPQCETPFSVSDILTIHL                            
>Spom_NP_587745_1                                                               



MVKRSSHRQVVLDEDDEENYNNNLDDEKMEVLLIPQSNSTTFASSDATQMYKKSRISSNSENKKQIPDTKTLLETFQKIK
KTLECPICTEALQRPFTTHCGHTYCYECLLNWLKESKSCPTCRQKLYTQPSPAYLVYEIMNVVAASNSGFPLVGINENPA
KKQKEVLFDGMFKQEDSHYPRSILVDSEDGVLRCARCQWELENPYHCDHCGFQISDDQDSGREWFWDGENAESDSSLNGD
NTRGGNISTNRAFNNMGHAPITAVPQDWLRFDEGEEFVGSDLESDFSGPGEYDVDDGFIDNRATSQLSPVESDDDFVAPV
NGSNGNGITALDSTDSEEIDIMNGFDEERDSGGTNMVSRSETCYNDGQRYDELRRELADIQNESLDSLNSSSNNSPSHNN
IHSRQHPFSSDEDEGNIVTNGTGLRSSQSSSQNRGFDLEPYSEVFTASYPRRQARRTRTIQLDSDEES            
>Tmel_XP_002841349                                                              
MSSSVIEKELTCSICTDILFDPVTFLDCLHANCGACAKSWFASLNNSGSSSNRFTCPACRAVVKEARAGGLLQNLVDDFV
KSDPSKDRTLEEKRKMRSLYKPGDKVLPLAGGSSSTPPVGAPRLSQNSPTPSFRIPPPIRLPPGNAFHGSLFPLQTSPNS
GPFPQPIFPIASSPGSSLTSSFEQLSVTRDPECHRCSKSLKFAVRGICATCEEAFCTHCYRVNEGCGSSSPPSSSSSSPP
HVVIFQKQRPLPQSISFGLFCVTCESFCGGPNGALWLCSSCHSSGDDELWGYCSVCVGKGNCCTHDLELYTKPPRHLVSA
SPQSPAMEILHQVQQHKRLVSQGDSPNTPRARILARGYTRQTGHWVNCDFCHRRISPDSAFLHCTLCRDGTMDICMQCYD
VTRSDADPNSATFRCPQGHNFTLLTQSGNPGSQKVILSPPHDPPEMIPRGQNLNPWTAVALKGHWPDEENSSIGSVSMGD
RPGVRMWEYGDQLAFPEGAEIRDVALAFTEEVGSDRVTYYWGWYGGVGGLFEGEYVRIVD                    
>Tmel_XP_002841285                                                              
MGFSIRRGVTNLIRRGQRLAGNARCSVCMTYFKNALVKTIPACGHSYCKTCLQKTYTRAMNDPEGILPPRCCGQELTMAF
AGDFLAGYIPKELEMPDSYGHTDFRRRYLEILAERTSDPIYCAHCKSLGKQVFIPPEEINEEEDSAVCSTCFQGTCTLCK
RSNPHTTSNPCPVDSDESKQEIRYQRLSGRAGWRSCEGCGMMVSRDVGCAHVVCRCGQDVWLAF                
>Tmel_XP_002841216                                                              
MSHSKRNTSLAFFTSYERSLLKGDYGRQRTRLTRDSFKPLDACSLCLMRAREPVACPMGDLFCRECAVENLLSQRKEIKR
MQAELDRRRGEEDEERRREEEEVRGRSVREFELLQMGLEVGSGGGVVVDGTEVVEEVGGGEGKRKRKRKFELDEEELLRI
AREERTKARLLLNGEKALASATKLPSFWVPSLTPSISPSTLPPKPLKLHPVCPASEKSHIHNYSLKTLTTVHFHEEKDEK
TNHGDAQRVCPACKRGLSNSTKAMLAKPCGHVICKPCADKFVSASQEEEGGGGGGVVTCFVCDELLSGSLGEKEEKKKKK
KEKEKEKAERGMVLIKCDGTGFSAGGGNVTTEKEGIAFQC                                        
>Tmel_XP_002841146                                                              
MDQSRARVLFILIIIILLAPDGNSPQNSYGLDEIIIREKEQLEILRNSTYGVPGNLTGINFTHGRIPPEPVRKLVESLKK
EVLGEYFLEGVRAGGLRPPMAVTGDTLRGDPNPKAETVEEGRGDVKGSEAAGERRSWEPTFVSTRLPSIYRNATGTMHGE
WDRLFLDKRPGEVQEMTATMIIKNEEGGDMKDISLSGAHFTESGEVLMTTTSDKFAGIFALPHFTLTENAYNQSKALLLE
SIAAAIQKQEDTALPASPWQHSPEQAANEKPRCEYIAYFQLHPVQPVLSSHPFLSFNTPHPPYISPETLQHIEKELRHPT
GVPVPDAPPIVISGIIYSPTCGHVLSVKKAEGIKIEKYFRKAINFALCAAVITCAQIWLLIRQMNESNTPSTVSRVSFWT
IAMMGIVDGYMALAFLGATVLVDSCYLALSPMTFFSFLLGSIFGMRFLMIIRRIQRPEHRPAQSTPPAATPAVDPPEGSL
PLPASAMPQAPIILPPNQDLNDNGDDGRQDIGTLYPRFLFVLLGSFFISLHAASWPPLFRGLFVNTVVLLANSYWVPQIY
RNVIRGCRKAFTWEFVIGMSICRVTPSLYLYCWKGNIFFLEPSYKSAAVALGWVWFQVFLLLSQQLFGPRVLVPSNLLPP
AYDYHPILPIDDLEAAEPQLPSFPPTDVTALLPNTRLFDCAICMQSVEVPTISNDRDAGSGPSSVGLLGRRSYMVTPCRH
VFHSNCLEGWMRFRLQCPNCRNPLPPL                                                     
>Tmel_XP_002840745                                                              
MSGSQSSGPFVAAKSTTSSSGSAPPTQAPVTVSSGNDPQRRSGGGGPAFGSNLSSRNNLASSRSSQARRTSHRNRRKPSA
TASEEAAAESQITMGTRNRRKGTSITHLMSWNVSTTASRSSDSYRWHDSRRYPTYGMGSGYHEVDKARYVNANYRFIVHP
GGDFRAQTINPDDPLPWNLVLQVLASAKTQQPTCPICLSIPVAPRMSKCGHIFCLPCLIRYMASIEDDKCPLERRPKYKK
CVICMDSVYLAESRPVRFFTGQENVAPREGEDVVLRLVMKRMGSILALPKDGAHCPTRVEEIPWHFAAEVMDYARIMKGT
ETYMTDQFAREVEDLKVMQQEDEAMFGEDGEWAKKAVASIELQIEAIKGIGNPKGYLPDTFASPPEVESERKKEKKLEIK
FNGNEEDVPLMYHVSHEARSGHSSSSISRSQSPSQSRPGAAILVPASESTPTVKLQPQDSELSTSQVDARDAVRRRNGSS
ARGDVPYYFYQALPHYYLSTLDIKILRAAFGSYSEFPSTILPRVENVITGYSVDDDFRKRARYLAHLPYGCEAAFLECDW
TDIVSAEVLEAFSAEIDQRRKRKLEKDSREERARIKAESRHEENHWALAKHMKESPVVDYEQGLPTMTATQSINRTEPNG
GESSSAMEAASPPLSDDFHNGEESSVAGLASSSTSLAQGWTVWGTPLVHPPGETEPAISMPSSDDNGGWLPDWERDLMLQ
EQVLVGLEPAGGAASSSGRTPSQGKGAQGGKKKKFKKVTLMTNGGKRGA                               
>Tmel_XP_002839626                                                              
MWPFPSPAPSSYVAQTQAQTHHLSTSQTRPNIHRTNSPDLFYPHSLSSPIEQHLTPSILSTSNMPRARRASRPAGPLIDL
TDTVPISPSSNTQTERVFPAPKRRKTSESPIRFAKVEKVDLSLEADDEFSMKRNREELLKVQGGGDDGKRKKLAGFSCVI
CMEDEPTDLAATPCGHMFCHLCLHGAIKASTTTTHKSHGRCPVCRGKVSLKDVVTIEFKLLSKSQGKQPAK         
>Tmel_XP_002839442                                                              
MAFEPPSSTALSTTTATNAPSLAAAPSSNTSPPSPPASSLSTTSGFSYPFAAAPDIIRSNQKDAYYQGVLLEQLSTILRK
IYGARILHKYSLETKTFTDLLYLSLTTLRNARTLGEEYCDILHKLQSSLSVQQSDPKPSTYAATIKTYLLENLDTLASSE
NLLAVHLGLFYFTGAYYHLSKRIWGIRYIFTKRLLPHEQRVGYEVLGLLLLAQLVTQGCFHVSSTFSRPSAVVPEGESVN
PLTAGPTRGFATNPGMHASDLGQGGPKYDLKDEKVMRFMSGDSGRKCTLCLESMKDPTATGCGHVFCWSCISEWCRSKPE
CPLCRQSTLVQHLLPLRC                                                              
>Tmel_XP_002838429                                                              
MKRNREDAFDHFHQDFPETKSQRTTPSPSLQSALLNPNFAGVRHSPLSRDTGISDEELARSLHAELNSPRVGNGMSFNNP
GGSSDQSLPSINSGLAGMCQSNSDASYSGRNLHPRRHEEYMPRASLRHVGSSNGASSSYLSEYDDGYNYSDSGYLDNTLS
PALLGGLPKPSATPLRFPHVSANEVIELLDSDEESEAAVSQSSIGSLLPAQDSRAGSVRPFDYSNYDNLATTNGWNNNNG
GGFDDPIIVPNQMPQTPDPATASNDNGNQTPQASDSSAYGGIVDRDGNPLNSGWPSTYRPEIGNYINHIRNDPTKTLDQL
KTLMENIRPDMEIPPENREGTPDDMTYPLMEHQKLGLAWLKGMEDGSNKGGILADDMGLGKTIQALALIVSRKSKDPDRK



TTLIVAPIALLKQWEREIERKLKAEHRLKVIIHHGNQKKCRSFEGFKDYDVVLTTFGTIGTEYKKKQALLESEDPEATKN
ANFFFVGDHCEWYRVIIDEAQCIKNKDTQSAKGCCALNAKFRLCLSGTPMQNSCDEMFSLLRFLRIEPYSSWSEFSNTFS
RPLKSKSERAVSSALLKLQALMKAVLLRRTKDSTIDGKPILTLPDKSIEMVYAVLSPDEQQFYQALQDKSKILYNKYLRA
GTVGRNYSNILVLLLRLRQACCHPHLIRDIEVADAKKPFDDQMIELAKSLSPEAVARLKDPDAFECPICLDAADNPSIVI
PCGHQFCSECLVQLHTQHVDAAIASGNEEGGARCPGCRGAFQLNKVIDLRTFQKVHMSEGEEAAPEEPEEEYDDDLIYDT
DSSEDSDDDGDTGSDLEGFIVNDEEVDSDEQGEGSATVGASEDGGQAPARKAAAPKKKKDVKGKGKAKEKSRPRTLAEVR
KDAMRNAKSKKQYMKHLQKRWISSAKKTIVFSQFTSLLDLIEIPIHQKGWTYRRYDGGMTSTARNEALTEFTDDPSVNII
LVSLKAGNSGLNLVAASQVIILDPFYNPFIENQAIDRAHRIGQQRKVRVHKLIVAGTVEDRVLALQEEKRKLIEGALDEK
ASQGIGRLSSKDLGFLFGIESR                                                          
>Tmel_XP_002838236                                                              
MSSDDEFMSDQLSDDQYEDDDYSLGELEEDDDRYLDDVKDEKPSKKAYEVDYKVHSDEQIRAAQQIQIEEVSSILGLPGE
QCAILLRFFKWQKDRLIEKYMDTPDEVLEDAGLGPGYEAPAVLEKLKGFSCEICCDDERGLETYAMKCGHRYCADCYRQY
IESKIKDEGEASRIECPSEGCSRIVGSKTIDLLVPSEINHRYRELLNRTYVDDKPNLRWCPAPNCEYVVDCAIRPTQLHS
IVPTVQCSCSHQFCFGCGYADHLPCPCLLVKKWLKKCEDDSETANWISANTKECPKCVSTIEKNGGCNHMTCRKCKHEFC
WVCMGPWQEHGTSWYNCNRFEEKSGSEARDQQAKSRASLERYLHYYNRYDNHDHSAKLDKDLYVKTEKKMTTLQSSSGLS
WIEVQYLEAASKVLQQCRQTLKWTYAFAFYLERNNLTYIFEDNQKDLEMAVETLSSLFEMPTDQLANAKKEMMDRTAYVN
SRRIILLEDTAKVLAEENWKFTVDLKQ                                                     
>Tmel_XP_002837298                                                              
MEDRKRPVPHEPSDDSLPPFKRPALNSASSSQAPQNSHQVPQSQEDVIHFQKEAIWRQMMEYKRERNMLESRVEELDKRS
TYHDDHLRVIDAWWAQLLDEVRFLAGEPDSSCQNGASLEFSSSLLFNDIASFTDHLKEKRDHITSSLQALFSAIRSNSSN
NKKADGVEELQSRLSSLLANEKARKVEIARLQKEKEDANSRLTEATIKYMTAEKKVDRLKSQTLAKIERQAMFQSNAGAE
NNKDGGNSDEQSAKDREINAKVAEGNVADAEQARKEAQAIASKQKEELQQLQADNTRLSEQVTTFTIKFGRLSEEDISKC
DAYKNLRVKLEDLATRFNHIEALNRELLERTEHFEAERTKYKELILTEQHTVISDMQLQLSRTEQDLARVRAARDELIQD
QTQRKTREDQKLGSIREVNELAETRASRIASLEMEVERLRLELDKEALSDTQPFAEWGLDELRQKYEHLDKAYKVLTQEL
PALEQAFKKAHDQASRKVAGIQESEDKMRRLQAEKGKADQKYFSAMKNKETLSAENRALKNLNARSTDIITQLKDAEKKV
RDLVVNLEKQIAEMKTVQQTLITRNREHQSRVAEQNNTTDSLKSQVAELSTYLKTRDAAVSRESAGRREAEIEVEKLQVK
LEDAQRCLENNRPKGSENSQLEALRQIALCTVCRNRFKNTAIRPCGHVFCRQCADERISSRSRKCPNCGRAFAVTDLISV
HL                                                                              
>Tmel_XP_002836747                                                              
MTEPVPQSDTPATTVPAPTVTFFKRSTKNRSSIRKRPATPPPTTTSDSSDAYSSSDEKATGTRCVKKRRKNKSVVTTKTT
SKPSSATLGNSEDVKRRYTDVSSELTNANDATKTNWHNHGDNETSSLSSKKNTAEGEGEPIVGGAYKGTSSYTSFIKKSE
NAPARSVGPMKAPSNIRTITITDYAPDVCKDYKQTGFCGFGDTCKFLHAREDYAQGWKLDRDWEIDQKTGKAKNKKGDDS
KGEDEEERELKDIPFKCVICKDDYKSPIVTKCKHYFCETCAIARYKKTPNCEICGKRTDGAFSMAKELRKKLERKVVREE
ERRKKEEAEAMMMESN                                                                
>Tmel_XP_002836553                                                              
MEFMSNVSSGLDESKPSLFELISETQLRDLLEPSIRYVLAIATQRHPRYLIHIFNNFDEAYALLMLLIERHYIRRWGGSF
TENFYGIKRERVIAKELPRASKAAPDILASSTKLRRLDVWKSLFIIVGVPYLKRKLDDAYEIHAGGAAANLFGAGYRGRG
EPEVNASPREKIIYQLKRLLRKIYPAINAAYYFSTLAFNLAYLFDKSQYHTPFHWLVKIRMRRLTEADHRAFEAASRSLP
RSGSTPLTPTSLLSVTALTRLILPPILDSLKILLPTSIFFLKFLEWWHASDFARQLSAKTAASIELPPPAIVPPPSKGEG
EDDYYPRNSSRSSAGLERQGRKLIPSPEDSGVCPICLEELTNPTALQTGYVFCYPCIFRWVQDGQEDPAKGYCPITGVKL
LGGTEGLRRIMV                                                                    
>Tmel_XP_002835980                                                              
MEKALPSPDISPRPGLDAFQDARAIIRLTQCSICSLPLRSPRTLPCGNSLCHKCMPECYIRQNISYPSVVGRREGFSCPF
PDCRKEHSAADCNLDVTLAKVMEVVDKELGSQTRFPEDTALEVVVNVDCTGGYEERKRRMYGGRLAAIYALSKQGELYYD
EDATCTPLVGDNFGPSYLDYDALERLMDKARADLECQVCYGMLLDPVTTYCGHTFCRGCLERVLDHSRHCPSCRRLMHLP
SILPAQSSNKRLTELLVGLCPEALSQRALAGAMESMAGNGDGGLSTPIFVCTASYPGMPTPLHVFEPRYRLMVRRACESG
ARKFGMLLPNRTGAPQGDLGVTPFMQYGTMLQIEEINMYPDGRSDVWTVGVSRFRVKRWGIRDEYIVADVERVDDIPIIE
EEAIEALETALCLSAAQEVHASWMGLPTQTLLHIGHQFVDQMQAISAPWLHENNILAFGQRPDDPALFPYWLASVLPVTE
TEKYRLLCSTSVRERLQIVVGWIKKIETHRW                                                 
>Ncra_249NCU00275                                                               
MDDDFPLSDAAYDDIFADLDLDALPPPLSSVAHPNPGVPVPQSLPSLAPLLQQYPAPNPNSNSDNSQIHGQRQQHPHNIP
GQTTNILHSLSIQPQAPSPANAYITPRTSLPCPHPQARAEPGRHLDNRQSQAAYLPPASRALPPPRPLPPALSFLLSGSS
STPDSRGTSFDNNADPALNTNLATGSRAPGLFVTPHRSDREPNSDDFLNELASRDFSSPSLPPQTPRHLGDLLSPSRNSC
NNTMPSRRDESAAEGSRRRSRGTSHNIVSLPTLPPQSSGAPKRKREDGLEIRAHKRKAHVLLSSDDEKDPFGDDNFMDVV
DLADTEEVPESMRAKPRPKNEIKLSAFQCVICMDNVTGLTVTHCGHLFCSECLHSALTIDPTKRTCPVCRQKIDKAPIGG
KWTAKAKGYYPLELKLVTKKSLGKRAAQ                                                    
>Ncra_573NCU00631                                                               
MTTPSRATAFSTRASLRQTRTGSPSPNPQPQPTAEAKDLADLEINLTIQLELRAQLQEGPETDESKAILIETNDKICDIV
SNMDRIRASRGSPMYAGFRGTADGGRSPAGTATAQQRARQQGNQVRQQQTQRGLNPQQHPPQRPPQRQQQQQHQQQGQQR
PLQGLYQQEQENLQQHPQQHESRVDGSEDAQNSFSGFVPRERKRSIGTSLGNDALNDTGRSSKRTASGSGTSDHSTFSDP
FNASTFAGNGIDPFDDNFGFDNGFDFGPLIDLTDDVDVDALLGQQFAQATSTSSATLTPTSPSAPYQSNQVSYHGPQAGI
PHNTSLPAPQIPASVRQLYNTPDLLPDINNIWNGPFHNPAVSSRSSTSRSSRPARPQLPSSSNSIFSSDNRSLAFPSLPG



GLVTVDSSRPGTLINGDYYAPNNSGSSRVHIPSLTDVISRTATYDFTSMTDLLGNPLDERLTTLDLDDPLKREDEISKLL
SNIRPDEDIPPEERGDTPPDLKYPLYPHQQLALKWMTDMEGGHNRGGILADDMGLGKTISTLALMASRRAPEGEVVTNLI
VGPVALIKQWELEIQNKMKEDRRMKVYLYHGGSKKKPWTELQKYDVVLTTYGTLTAQFKKHHHYLEKNTESLNGLDEQAE
KRYRLECPMLHPSTKFFRVILDEAQCVKNANTMQSRAVRQVRATYRWCLTGTPMMNSVSELSSLLRFLQIKPFCDEKKFK
EAFASLDHKYTGRDVEKSTAMKQLQALLKAIMLRRMKTTVIDGNPILNLPPKSLYTEHVEFSEGELEFYKNLQEKSQVIY
GRYVRNNTVGKNYSNILVLLLRLRQACCHPHLTDFEANPKNHLAEATMIELAKTLEPVVIDRLKQIKAFECPICYDAVID
PTILLPCGHDICADCFSSLTDQSAMNGIRNGQDGANVAKCPVCRGPADHTRVTNYTSFQAAHMPEALEKLDNDDADSLVG
DGSDTSDGSLGSLSGEKKRKAKSEGKRPTKVKPEEKEDWKPTVFDQLRKEANASRNQDARDRLLQYTWDHWQDSAKVSRV
TELVDQFQQFNEKTIIFSQWTSHLDLIECSLKFKLNIKYRRYTGNMSRSQRDNAIQAFVEDPDVKVLLVSLKAGNAGLNL
TVASRVIVCDPFWNPFIEDQAVDRAYRIGQQREVHVYKILVQETIEDRIIELQNLKRNIVETALDETEGKQLARLSIDDL
NYLFTGRRGGARQQ                                                                  
>Ncra_1730NCU01954                                                              
MADTEQPPTAPTAPEPTTATPTAPIAPVAIFKKRGAKGKANLRKRPASPPPAAKDSDDDSSDFESSEDEATGQRIKRRKK
NHHSAAVMASSRDHNASTNSGVTKEEQIRSNTIYEADRDAALRLDATKQDATKGSNWFDEDNEKEDLSVGNLLGRTRTMM
KTKKKVGGEDDAVQNSEREPDGTYRGLANQASYIQKNPNAPNRKVGPIKAPSNIRTITITDMAPDVCKDYKQTGFCGFGD
NCKFLHAREDYAHGWQLDKEWENVTKGKKNLQGTVVASADRRNKPKNTAEEEEDADAAEEALLENIPFACIICRGPYSNS
PVVTRCGHYFCEACALKRYRKDPSCAACGSGTNGVFNAAKRLAKLLEKKKARAERLRREARERGEEVSEEEDEGEDEGEG
AEGSD                                                                           
>Ncra_1813NCU02037                                                              
MSPQADISTSESHSGQTHTSIMTSSLLKTNNDGIRPIRKETTLWPEVKQYLLSRTKSSRDPNTVIPRPMCALCDEAELDI
AGMPATDLNLVRFEAVLLPCGHMFCIPCFNEYQENLPDASPYDAAVYNPVCGRRQLAREYKCPVCRADMHHRKCGCEVGA
WGLPSSELLDGGVAKSGGQWVSPMLHPGEVTQDEVEALECVDHNPAVMDTKTRQKLVKLVNVVPATLPEWEAAVASMDVD
EDDETDDEDETDDEDETDDETDDEHEDEDEDEEDCSSNSDDDAEYPHDIEMADLTSEDELDCAITHQEQRFKKLSNRPVG
IPDNADLDHKTYPIALWNRVVDPVCDQCQYAILRRYYRAESPLFEIMPASLRPRLQRIEEEEEEEEM             
>Ncra_2601NCU02914                                                              
MDGINSSRRSGQGSSESFSSTVTENISKDYMSGSPTMENRQISGVGVTFGPGMEVYEVKPEIAHLPYYEAESKRVNVYWG
RQFLKYTIKMNHDPSSLLAIHTLFLSGEIKVRGKLVTTQYSSSGPGSGTLELLELPPDVFLDEITRQIPPELLKDAQWTT
KQPKFLDSYALTAVLLQFSKFGPLKEQEVETLPTMMRVSTLFQNENDARRAVEVLNQSTLPLDPQQMLMARLEYEMMFKG
PEKWVQNTLKQLLSKASFARNTHQMKLVVHSLDDEPHFSLSGESCEVLVEAMEVVRQLPVYDQIHEDRLNPGGFIAADEC
CVICGDTAESPVITQCKHVYCGNCFHNLCSSTFSVGSWRNRVVCQAPKPSGTSTVLDNSICGRTLGLPEIQTMVKTNTFE
RLLTASFKSYVQGRPHRLQNCPTTDCDYVYVVPEPNDNLVTAPHITCPHCLVDICTRCQKGHAARGMTCLEFQDHLAHGE
HSMALAKAEQGIQDCPKCTILLVKVHGCNHVTCPACHTHMCWLCLEMFEGEAAPERVYDHLVVVHGGIFDEGDDDEYVDY
LGDDDEDDDEDEDLDDDGDGGDDDDNVDWEQEHGFGGEEAALVLVHLIRRLLRLLGQLQAEGQRRNMGDAADPNLIEEGQ
GEQADTGQEDNRDNDEDANVDGDNAANQEDIEVEDEQVALRAQGAPEAIDQDVWLFPQIILLEREPFEEPRVQPNQQERR
DWEEIVQPPPQQRMDWEEIDVIAPDIVYNFDFFIWLLFFIVGLLWNFIRKLALFALSFAT                    
>Ncra_2930NCU03277                                                              
MSLTATKKPPPPLTSSPYPFAAAPDIIRAHQKDAYFQGVLTNQLTDLHRRVRGARSAHSWATETRTAADLLYLCLTTLLG
NRTLGEEYCDLVQVEEPSTGGNGRIPDTQSPVEPSSEAGGPRLPSLQRRAGYIVSSVLVPYLFSRLLPSIRAALRKRLQD
RLTVLARQGRGDTKGATPSTSNNKGGGFSTVSTLEYRVKRYLLTHLTSITSGAHLHALTLAVFYFSGAYYSFSKRLFGLR
YVFTRRIEEGQGGRAGYEVLGVLLVVQMLVRGYLHVTAQLSSTSPLSAEEASTEASIRERAFGPGAAGTLDVSLDENAYS
SNNELLVETGKSGNQRSLAEIGRTTHTPVPKGGRANYDLAANEEVMGWIKGRQQRMCTLCLEELKDPAATQCGHVFCWSC
IGDWVREKPECPLCRRETMVQHILPLRVA                                                   
>Ncra_3003NCU03356                                                              
MSFEMPPPNTPEEGVAAPTLSSRADARRIFGSGVPSTIYGSPASSPGGSRRSSVADYGPYQVPSRGHTHHQSQSGIDYQA
LDYAQQIDEALLCPICHTPFFMPMTTKTCGHTFCASCLDRALETQHVCPIDRRPLDISRDISQTRTRVILDQLDRLKVKC
PNSGCDHVCSRELLYAHVERYCGQTLVRCPDHHCDEMICRKDARPENGCLHYVTPCPYCEMAITFNDLERHYDQECTGQE
AECPHCDAVLVRHRLAKHIATDCREVETHCQFRSAGCKQVARRKDIEEHLKNGCIYEAIANLMQAREEDHKIINELKGRL
DALDGRTRHLERYGGGSGGGGGAGSSGVRESSAFTRAAPPSSGLTADALNNLNRMQSATSGYADIDEANHNITLDDLFET
FDQENNHHNDSNYSSPQAAAAAMAADAPPAPWAHNSGDGPWESPEDYMLSQFEAMEAKIEDLRKMMVELDGRHTMRLVND
TMRMNEQIAELGSKVGVLGMHTTWLMSMQRQSRGQQNGSGSTPGTTRSNISASGGGSGGGSGGTGGNNEEGRGRTNAAAA
GASNSSRTATQTQQSSRNGDGESARGRYLNTSDIPPLRRSSVGRGENPPRL                             
>Ncra_4626NCU05210                                                              
MDVFGDEAFNVPDSTDWLGTPLACLMPVEQAFRCHVCKDFYDSPMLTSCNHTFCSLCIRRCLSVDSKCPLCRATDQESKL
RGNWALREAVEAFKNSRKVLLEFARTPPTIQAILPDQAGPSSPSKRKATEMEGPKEEDPESKRPRRSTRSTRARAAELTA
AILQEEQDTTPSADPDYVDQPPDDGLVACPICLTRMKEQQVDRHLDTSCPGSPQAASKRRPIPAQTPQPSTFPSFNTRLT
SQTNQKPPERLPALAYSMLRDTALRKKLSELGLSTHGSRQLLEKRHKEWITLWNANCDSSRPKKRSELLRDLDEWERTVG
NPGTAAGGGGGQQGLGLMARAQATGAQIKDKEFDGKAWATRYGGSFGDLIKQARQGIKRQTLDGNGEKADTKGGGGGEDV
GPAELPTLQAREGESSAAPTRMDIVPPSSPPRPGQVDDADTEHDGQAPGKDAIAEDTAMREQVIPGTPDKERQWETSQQQ
QPPIPGDAQLSGMKKPNPETC                                                           
>Ncra_4658NCU05245                                                              
MEFVTALRGTFDDGKPSLFELLSEQQLASLLPPTLRYLLTVLTHRYPRHLLRILNSFDELYALAGLLVERHYLKTRGGSF
TEHFYGLKREKALAAEIPRAASSAPNLVRDALKLSDVDIWKNLAVMVGIPYLKRKLDEAYEIDAPRAMLGGQYTRPPAKG



APMKERFLYYYRWFLRKVYPSLNAAYYFAILAFNLGYLFDNTKYHNPFLWLIGTRVRRMNGADYQAIEALEKAAGAAAAT
SRLTGGSMFSPRNMSRRLMGGLSLVLPTSIFALKFLEWWYASDFAKQLSRKAAESLDLPPPTVTGLVEAQARNKPKPKIT
RTSEDGVEEKADEDDEAEEEASSKEPTPETAPIAASTLLPIFTVPPPKRSDMCPICEDEIQTPAACQTGVVYCFSCIHKW
MSGTHVRQEKFMTKEREGKWESGEGRCAVTGRKVLGGTEGLRRIMV                                  
>Ncra_5665NCU06437                                                              
MMETPTSSSIKKAAASVNLESELTCSICTDLLYQPLTLLDCLHTFCGACLKEWFASQAYRAENSPLPPPPPAEQHKVFTC
PACREPVRDTKHDARVVTLLEMFLAMNPERTRAEEERKEMDERYQKGSKVLPRIKRWDDRTEEERRLDEEERRVLHEVQE
MSLREAWAALEASNGNGSMLGTGSASGSMVGMVGGSGSAVGGSSERRRRASLAPHSSHQGRTSRDVSRNRASGNGTGSMV
GRDRERMRDSSAAPSSSSRIRAHSATLHPENYYAEERRRLRSESRQREAEERSRQLEHQSSLRSLISADDLGDIDIEREV
EEFARQIQEEGLLDGLDLDNIDLDNNDELSKKIMEAYRRRHRERIRAIAERNARRNTTASTTQPYRPEPLTISRTRPPSD
HASHPASVRSGVSRSREPSASSNEERHRYPPSAGSAHLEVQGASRRRRTTSGGSRSSTMPVPSQGEQPPPRVSAHHRSQT
ETTQPIRPSAGVVMETRSSSSPTISSNPLLTTTTANSSDMRALSFNARVAGIGGIQPHTQTDGSSDSDNSGRRRTRTTTD
RRPSGQSELASASSVPNFVSTSGPVSTHLGSTPPAQPPPSMPRYPEPVINCNGCGMEHIEYKLHFNCSICHNGDWNICLD
CWRKRKGCLHWFGFGYAVWHRWNKIKASHPNLPPPHRLIAVRYMPPPKPSDTSPRARSLANPLDRLQSGTFCCRCSAFAN
ECYWRCEFCNEGEWGFCNNCVNQEKACSHPLQALTYIPPSLSGSPSGTPPADSAESTSPLANPSTTTTTRSRSSSISRPS
FLSLPPPFSRPNLSGPATGAYRPLTFSPPCELCSVPIPPHEPRFHCPSCPSKHTLQPRAGEYNLCQGCYDSLVPNSVAEE
NGPRGWRRCPPAGHRMTIVSFITDDRTGVERRKVLNEIVGGHRLKIESFLLGGVRGMQIWSWQHDAESSSSPLLLPSPTS
SHASHTSHTSRRASSSSSKADQDDTNDTTNNDNEDEDKQPNQKFLLLQRLVSLDVSHPAILPDHSPSEEDPLSPSSPLFS
PTSPTSPTSSSAPHHHGRLTTTDLFPPDGGTGTRVVARFSWYRSSPEAKNELIFPKGAEITEVEGLNEEWGVGWYMGEVG
LFPRGYCM                                                                        
>Ncra_6661NCU07544                                                              
MPVATSPSAVPRPTTVKMEDRKRPAANADDVAPPSKRQAVNGTSKSKDDSNDSREEAWIEEYQKGAIYRQMLEYKRSKVD
LEHRLQEAEKSAAFHDDHLRVIKYWLSQLTQELELIVEGSLKSIALKPVDSNWVSSLAFKDSKEFRQHLDDIKKPVILKV
ESLLNKLASSRGEVKPDVAQLEAQVKSLLANQKELAVKIDRLQAENATLSEQYDTATLKVIKAERKLDRVRSAQVQKLEQ
QALANSTTRQTTNDENGTSSIAENGDGAEYKTKYKEAIAVANKQKEQIESLLAEIKTLQEENASFKIKKEGISEEDYART
DVFKQFKAQNEDLIKRINNLEAVNKQFREDAEKLRAERTSYRATLEQEAQALTSDLEDQIQQKDQDLTRIRSARDELLAE
LAMRKASQEQEKTASAHLNELVEAMTDRVTQLESELERLRPTEDVAKAAPTDDLSTLSAEELREKFAKLERDYEAINKEL
PALEKSYRKAMGIAHKKVMDFTALEERVAILTAEKSKADQKYFAARKDMDIRIAEIRTLRGQNSKSSEIISQLKDVETQH
RALITTLEKQIADLKQSNITIVTESKKLESLSSEATRRADSVKSQIENLQNLVKSKDTAGRELKEKAIDKEQEAEKLKVR
LDKVSSERDKWKTKCQSNSTEEEEMLRNLVLCSVCRSNFKNTILKGCGHVFCNECVDNRLANRMRKCPSCNKAFDRSDAM
PAHL                                                                            
>Ncra_6692NCU07577                                                              
MSHSKPAPLILSPHTRDVQDSDLSGKRNTSRPVFTSHERQLAKAAWTASSARLSRESFLPFASCSLCLETAIDPVACLHG
DIFCRECALTNILAQKKEIKRAEKLREQEEKEAAEEQARRDAEAQERAIREFELTQAGLSIQRGNSNGDDQRDITLPKTE
STSIKNGDEKRIEEKRGEKRKFSLDGDEVARIAEEERAKARRAIEDEKASKPKLPSFWSPSVTPSSNSKDILHDIKKKVK
TQPTCPAAPEDRPHFYSLHTLVAINFTEEEDSSTKTKARICPACKKALSNSSRATLAKPCGHVLCKNCVDRFMKPMGHHD
PHAPDVDPDAIVCYVCDTELTEKKESSSKKGKEGKKGKKEKETIKPGLVELRREGTGFSAGGTNQVKKDGVGFAC     
>Ncra_8436NCU09516                                                              
MDFTNEPLSKKRRFLGDQGDSDHVAGGPSSSPQFSAPPSSPPRKKLLQDPNSEVQPRVSKDADHNDDDDDDDDDDDEERP
RFFTDDGTLTPHATKICAPWLNDMPKPDPRKGYLLKDVDTPIATPRDVAPPVVESPQLAFDKDTFEAFVGEKVASDILHV
ISKNCGNNIERAVNMYLDGTWKKLHRAPPVRVNSHSPLVVGGQSPKKSSTSQARSRSHAQAQPQPQSNTPTKVLPSMPDA
RYVGAFGVEGWATRSGTGLLRHGDSVKIERQKIQPPTVARKGQTKPGTPQSIPRVSAAAAKRVDVIVRFNDASGRELGRL
AKDTANWVSTLIDQNICRFEGICVYAPERLRTNETVFLQLKCYMLRSAFLGRTLQLADNRAAGFHEKDETTEEKDLRLRQ
VALVRLFQEINIVPSRGNAAAAKDARKDLLEAADSAEKKAMDKAKAGDHNTNGLASPPEEAEEGQELEQDQLDALYKKAQ
SFDFSTPEAEPANTFAMTLRPYQKQSLYWMLAKEKNQRTEDRETSMHPLWEEYVWPTKDHDDKDLPVVPDQPCFYVNPYS
GDLSLDFPKQEQHCLGGILADEMGLGKTIQMLSLIHSHRSEVAIKAREAGPTSVNNLPRLPTVSGQKTTIDAPCTTLVVA
PMSLLAQWQSEAENASKEGTFKTMMYYGAEKNVDLVTMCCEANAANAPDVIITSYGVVLSEFTQLATKNGDRLSSRGLFS
LNFFRVILDEAHNIKNRQAKTSRACYEIAAEHRWVLTGTPIVNRLEDLFSLVRFLRVEPWNNFSFWRTFITVPFESKNFV
RALDVVQTVLEPLVMRRTKDMKTPDGQFLVPLPPKHIEIVDIELSEPERAVYDYVFNRAKRTLFDNMQAGTVMKAFTSIF
AQILRLRQSCCHPVLVRNQEILADEEEANMAADVAAGLADDMDLQTLIERFTATTDDASKTNNNFGAHVLRQIRDEAVNE
CPICAEEPMIDQAVTGCWHSACKKCLLDYIKHQTDRNEVPRCFQCREHINIRDIFEVIRHDDDLETSSTPGASPEPRISL
QRVGANDSSAKIVALISHLRTLRQEHPKMKSLVISQFTSFLSLISSALTRHKISFLRLDGSMSQKARAAVLTEFQSTNKF
CVLLLSLKAGGVGLNLTSAKRVYMMDPWWSFAVEAQAIDRVHRMGQEDEVRVYRFIVKQSVEMRMLRVQERKKFIATSLG
MMSDEEKKMQRIEDIKELLSSD                                                          
>Ncra_9165NCU11263                                                              
MNSTLSAPGKSLSAPQTSNFSQASSQAPPPVGFDSARRQGTGQTQGSSASQSAPRRNQGARRQHRDMRRPGAMRQQSRVN
DDEDILAEMRAMRNASSRRGQTSITHLLNLNPPPRPAYDSTHSYSSRSYRRNPSYGVGSGYHSMDKARYVHANYRFVVSP
GGNYTAQASDADEHLEWTDILQIIASTESQQTSCPICLSEPVAPRMAKCGHIFCLPCLIRFMNTVPNDDGRSHPEKKQNR
WRKCPICDDTVYLNEVRPVRFYAGQESALPRPGEDVVLRLMARNAKSTLALPKEGAAEVLQSGDDIPWHFAANVLDYARI
MKGTTGYMEEQYDQEVDDLTKQEKEDELMFHEDNEWTQKAIRAVHTAKEKLKELDSSQTTALATSAAAGSQSRKRDEDLD
FFFYSAPPHLYLSPLDIRILKTQFGSFSEFPTTLLPRVEHISTGNAVDDVMRKRAKYLGHLPRGCLISFLECDWTDIVTP
EVLETFKEEIERRRKRNKDKIAQEERERLQAERLEAAAIRGARRQAGPLAEEGIIRYGNADADRPPVNMDDFIPLGAEAP



STTPPNPRTGFGTLSEMSTSPSAQRTVWGTPAIHGDEPEYMVPRNPVDDGWLKDDDVIDSLSTQDIAFQMEAMGLENGAG
SSSAAAAASAVGGAKAGGGAKGGKKKKQKITLMSTGGRRGL                                       
>Scer_SCRT_00260                                                                
MKNDNKLQKEALMRLSQLRFPFADAPSIVQAHQKDEQIQGLLIMKVTELCKLIKSQLFVNSYPKELSIFAKLLYLLFTTG
RRGRTLGEEYVDLTYTNRKGTRLAGRLKMIVFAFAYPLCPYFITKLYKKIMKNNKESKIEDTESVAAFCKGLLDFILDVH
MTLFYFKGAFYSISKRIFGMRYVFKHILSKNEANFREEGSQKYKVLGYILLAQNVMKWYPVLTSTLGSWIYGRKRTNDSI
TRSSVGLQERSEHESIEGIPKESQLTHINLSDKNQLPFIPEASRKCILCLMNMSDPSCAPCGHLFCWSCLMSWCKERPEC
PLCRQHCQPQEILVLRQ*                                                              
>Scer_SCRT_00570                                                                
MTAEPATKKIKLELSDPSEPLTQSDVIAFQKEALFRCINRRRVDFEALRKQYELSRRECIDVSRKLANIMALIVTLARFI
ETFCTDANEKQLCREIAQGDETLIVQRSDSFMKLLTKYGKPNTTDSNTNSNASDHIQELTTELKNLRKSKEELFYENSQL
TEEISALKEYYTNIIRKYDRDESFTIKRVFKEDKTDAVKELREDEKESNENNIKSGNKDSSAINGDNTSKKSEKGDELVQ
AEDERKEDAENEKLELDLKFSDLRAEINSLSSTIKDLENIRRGNEEELIKTRSEVSNLKKQQIAAADQDPDFKSYDHESL
LAKIQHLTEQNAELSEINSSFLSKFQVLAKEKEIYTNKVREEFQKSLDSLVEMNSSLEKDVVRIRTARDDLLSKIAILEA
EKSKTEVLSDLQHAIDILKKQWTKIDQRSNDTKSSSTQDALIKEIQDLEKGFRELSDLTHKKYSEIINHESVISKLTVEK
TKADQKYFAAMRSKDSILIEIKTLSKSLSKSNELILQLKDSDRLLQQKIGNLHKQLDLSQNNERRLIDSSKTETLKIIDL
NNTSTKLKRSLEKLQEESNKSIADMTHLETKLNDTEIELKHFKQKASHLESKCEKLHDTLFRGNNKNKGSSDEALVEELA
NFRTLVYCSLCSKNWKNMAIKTCGHVFCENCCKERLAARMRKCPTCNKAFSSNDLLTVHL*                   
>Scer_SCRT_01349                                                                
MGDELHNRLLHQNDGTKDAILYKIIESLVCSICHDYMFVPMMTPCGHNYCYGCLNTWFASNTQKELACPQCRSDITTIPA
LNTTLQQYLSFILEKLRDQNDESFKKLLTTKTKEENDYKNDKEKDTLFDKVFKNSALAVADDSDDGITRCSNCHWELDPD
EVEDGNVCPHCNARIRNYAGGRDEFDEEEYSEGELDEIRESMRRRRENRFASTNPFANRDDVSSEDDDSSEEEPMREHIP
LGRWARSHNRSIAVDAVDDEDDEEEDEEEEEEMDSDLKDFIEDDEDDEDEDGSRRNLVLSALKNRHVIITDDEEEEQRRH
ATEEEDRDSDFYEHNDDGFVSGDSLDEDQKEVTRIQSSSDSEDRSLSYSGSSDVKDNNDDNTEELDDPQPKRQKRFRVVL
GDSDDE*                                                                         
>Scer_SCRT_04201                                                                
MSEVGALLAREYNVTAERCDFFLENGSFDSVIAALPALNQEQETVTQKVSKNGKELINVASVNIEIPEQISLSNNGRQLF
KFIVDIEILPCENDNEATLVVSSDSVSLFQIGFKMENNSKIAVDKQLPLILDICAHKNQERALRNQLEDRKSLERKPSRK
RRKKNSNVNDPEILLKSRIHELSLSYKDFECSPVVFRYNDSSLTWVLSFNLKLKFLNNKFNRFSVEANQILDLTFSNRDE
NEFERYHKHSHIHSNFIQKQFISQILEYSKDRLSKIKPFLPQSIPDLKVNLLPFQRESVEWMLIKEGHGNSLSDTPTVID
EVGLRDFMNEYYAYGYELIARSPDEVGPSLLWNKLTGYILTTEDAAHLYNQYRKERLSGDYPVCAKGVLAEEMGLGKTIE
ILSLILLNRRKLKDSEATFIDDENRRITKANTTLIICPNAILKQWLEDIELHANSLKWYTYRGYNEIMKDCKTVDEAVQQ
LCQYDIIVTSYNIIATEVHHAEFNRSIRSRRLKSPKYDYSSPLALMQFYRIILDEVQMLRSSSTYSAKCTSLLHRIHTWG
VSGTPIQNIYNFRMIMSYLKLHPFCDEVDFIRTLQEEIKLRNEAKDYTSNDFVCQLKGVRFSIKDCMNIFYRYDLCIRHS
KANVASQIHIPRQHNFIIPLEFAPIEWDNYLNLWNNFLELSGYNSDGSGSPRVSNAFLNEWLSRLRYICCHALFPEILST
RQKRLHGHLSRISNIDDILISMRMDAFDSLIGYYRERFHLSIKQAQYELEISNTPAKALESFIKIRDDLMIHIRQKFNVE
DPFDKSLNLSEDGDEHMDERFGEKETSSSDESDREINGAKNHDNHNNDGMLSNHLKKKGLRAMMNLLHDCYFFLGSVYYN
LGTRKLEEADDKHRKEKTEEVVYSDVFPKNELEEIEENRLLEQENYANAEILRKSILSSEARKVDMTIKMARTKFAPMTS
NIPLRLINIEFDHKNDYSSNLAVSRCFKSLSKLIEGLNEQTKNFNELLDELLITIYEPVHRTEDDDSTNKIIGNEEYSTS
IDSQDKIFSLLGCLEIILQNRDNILTSESEVKIPKHLVPEGSIISKYQKQLLNSLRLISGTPLRTVFDELKNSRIVRRIS
SSNESESTIQNFEDYLLQYEVESKSLFKYNKQVRESLKILGSIYNAKTEYYSQLQRISDSLVSLHSLSAPQLSHLIRTIN
KSLGGTLDAKINNIESRLIYLRNLSRLKDTLNDNQILSCSICLGEVEIGAIIKCGHYFCKSCILTWLRAHSKCPICKGFC
SISEVYNFKFKNSTEKREKEIQEPQREGADSSQDNSNENSIISNMSEVEKLFGNKYEQFHQINEVHQIHIKESFGAKIDF
VIKLISYLRLKSEQENADPPQVILYSQKTEYLKVIGKVLKLYHIEHLACLSNTANVGETINNFKRQPSVTCLLLNVKTLG
AGLNLINAKHIFLLDPILNNSDELQAMGRNNRIGQDEETFVWNFMIRNTVEENILRYKCILEERKRKEKSKKGDNYDEAQ
DETDNEESDDAKFEISVVDQEVSNEHLWNCFFHGSD*                                           
>Scer_SCRT_04271                                                                
MFRKRLVNKSSSDEKNQKKRQKINFSEEKLVASDEEKGSSDLMSLAKSGNSRTLQLSHENEGKLQKKGEDLDKYTLTVND
DSTKEDLLNFERKELAEKAKKRRPSDDNELVLNMSGKNKRLTKQINQPTNIRTTVLMDFQPDVCKDYKQTGYCGYGDSCK
FLHSRDDFKTGWKLNQEWNADKEDSKAVTLDLEKIPFKCTLCKEDYKSPVVTNCGHYFCGSCFAKDMKKGTKCFICHKET
HGSAKVASDLQKMLNKRKS*                                                            
>Scer_SCRT_04367                                                                
MVEPDMQKKASGSSGGSEMDTLSATSNSSKQGVSNNKRNPVSKKKPGNKVSDGRDNAHNYHGEGRRKSSKQQRSRTPYKE
TSTRINDQDIDLSIQEEILGGNFKLRGRKTQVSINHLLNFQLPEVEREKSRSSSSKKSNRRRDEHVHLHGDTFVNVNYRL
LVDDRFDYPEQNCNPNVPVDQEKILRVIVPKGQNCSICLSEEPVAPRMVTCGHIFCLSCLLNFFSIEETVKNKETGYSKK
KKYKECPLCGSIIGPKRVKPVLYEDDFDVTRLNQKPEPGATVHLQLMCKPHGSLLPLPVALHLDPLKCGNFPPANLGSIK
HYAHIMKCGVSYSLELYQKDIVAIQEQYEIDKAIYNDSGKFVKQSIENINDQISTLLAATTDLSPLSNDINNGLNNFHFD
DDLLTKYDDSSAYFFYQTLVASSTKYFLSPLDVKILLTIFHYYSKFPESIETTVENIHYDTVVTEQLIRRYKYIGHLPIG
TEIALLDLDWRKIPFLPKEIYEQFAHELKQRRRKFTMKKQKEDKEKKLYEKRLEQEHAEFYRKENGNSLKFEDSVQMATH
YESIVSSSIPLNSLGISMLGPPTNSCSTPQKQAPSHTKRTIWGTSIAVTEDEKASKENKEFQDMLLQRIRQEDSSDVTDS
TDSPPTSNGKRGRKKKGKVMLFSSNHQALG*                                                 
>Scer_SCRT_04593                                                                



MARRPDNQNPEGENLRIKRVRLESVRQNDEEEENEVSRTQNIVTDNRHDSPEAVVEIIGERALENTSEEDGDDDLSLFRA
LEEDPGSDHNTSNNDSGNHDRETMHTEEPEASSGNNITLTNNVEELHTMDVLSQTANTPSASPMLDAAPPTTKPGTNSKE
QTVDLTADAIDLDAEEQQVLQISDDDFQEETKEAPKEYGAAKDYRCPICFEPPETALMTLCGHVFCCPCLFQMVNSSRTC
RQFGHCALCRSKVYLKDVRLIILRKKQVKKKVKS*                                             
>Scer_SCRT_05020                                                                
MSHIEQEERKRFFNDDLDTSETSLNFKSENKESFLFANSHNDDDDDVVVSVSDTTEGEGDRSIVPVRREIEEEGQNQFIT
ELLRIIPEMPKDLVMELNEKFGSQEEGLSLALSHYFDHNSGTSISKIPSSPNQLNTLSDTSNSTLSPSSFHPKRRRIYGF
RNQTRLEDKVTWKRFIGALQVTGMATRPTVRPLKYGSQMKLKRSSEEISATKVYDSRGRKKASMASLVRIFDIQYDREIG
RVSEDIAQILYPLLSSHEISFEVTLIFCDNKRLSIGDSFILQLDCFLTSLIFEERNDGESLMKRRRTEGGNKREKDNGNF
GRTLTETDEELESRSKRLALLKLFDKLRLKPILDEQKALEKHKIELNSDPEIIDLDNDEICSNQVTEVHNNLRDTQHEEE
TMNLNQLKTFYKAAQSSESLKSLPETEPSRDVFKLELRNYQKQGLTWMLRREQEFAKAASDGEASETGANMINPLWKQFK
WPNDMSWAAQNLQQDHVNVEDGIFFYANLHSGEFSLAKPILKTMIKGGILSDEMGLGKTVAAYSLVLSCPHDSDVVDKKL
FDIENTAVSDNLPSTWQDNKKPYASKTTLIVVPMSLLTQWSNEFTKANNSPDMYHEVYYGGNVSSLKTLLTKTKTPPTVV
LTTYGIVQNEWTKHSKGRMTDEDVNISSGLFSVNFYRIIIDEGHNIRNRTTVTSKAVMALQGKCKWVLTGTPIINRLDDL
YSLVKFLELDPWRQINYWKTFVSTPFESKNYKQAFDVVNAILEPVLLRRTKQMKDKDGKPLVDLPPKEVVSKRLPFSKSQ
DLLYKFLLDKAEVSVKSGIARGDLLKKYSTILVHILRLRQVCCHPGLIGSQDENDEDLSKNNKLVTEQTVELDSLMRVVS
ERFDNSFSKEELDAMIQRLKVKYPDNKSFQSLECSICTTEPMDLDKALFTECGHSFCEKCLFEYIEFQNSKNLGLKCPNC
RNQIDACRLLALVQTNSNSKNLEFKPYSPASKSSKITALLKELQLLQDSSAGEQVVIFSQFSTYLDILEKELTHTFSKDV
AKIYKFDGRLSLKERTSVLADFAVKDYSRQKILLLSLKAGGVGLNLTCASHAYMMDPWWSPSMEDQAIDRLHRIGQTNSV
KVMRFIIQDSIEEKMLRIQEKKRTIGEAMDTDEDERRKRRIEEIQMLFE*                              
>Cneo_XP_572955                                                                 
MAHQITYDYVEHVDPNLTCAICQSALVDPVTTTSCKHTFCRDCITRAIVHNPQCPIDRSALTMSSLRDTEQLVKLMLDEL
KVKCGAEGCGTVLQRGLLLAHLKTCSKAIVTCQDGDCGLSMTRQRLPHHRAYECFQRKMECRKCGTILVFKDQTTHTNIE
CRDETGVCGLCGQNMGPDAHMHKWQCPLVRIPCPHSARGCSSIIPRSDLQAHISICPFEAFSGFFEMNDARLKSLTSRVE
SLEEELERMREHLKRIEGNVETMGNMRRETGDEWRWREVGRMRLGDTPPPVASSHSDPQTTSTILSSPLTPTSSHPSPQP
VISSIFPGISILSSGGARPDLAPHHHRSLVAPSFGSHQSYADWAFSRLSGNAGNVGWEEVINGLRAHDLMKKIHRRTMTE
SLRVLEEVGSLRAIVTTMRMLMMERPFRPPSFQFQGDSLFSRTAESTLTPTLNQQATVAFSSTTDQSTSEQRSQSSDENL
SVSVSGDQEDSGRETASITESVVFSAQGHPASSSRPSSSTNSLITAGAGLSGNKRTPMSRARPNLGGYQGVTVEVRYDEN
ADGIEGGASYSRTSNAASGNRNTIGTSGAEMTGRPMAFPPASQDDDDVSATTNRNAGGDVNEATERSMGTRERKVNLANP
IARLMRRGPQGNGSPRL                                                               
>Cneo_XP_572920                                                                 
MSEAPAPVVTFKKGPSRRPAQSRQRRRSPSPLDPVAEASASASGSNVVRPERKSLANPLVQGTKRRRTNANNEEEEDGVG
GGLDEFDYAAEGGLTRKGDELATRANDWDLEDVDGQGQRDKKVRLDEDGEIVTDDGLYRGASAYLPTINKTRETLDKKMK
SGPIKATSHVRTITLMDYQPDVCKDYKETGFCGYGDSCKFLHDRGDYLAGWQLDKLPEEGVREVEEEDEEEEVPFACLIC
RQPFTQPVVTKCGHYFCMGCAAKRFQKSPKCYACGAPTQGIFNIADKVIAKIEARNKARREAREERAEQTGGGGIEIGGG
SDEEGSDEE                                                                       
>Cneo_XP_572912                                                                 
MSSDGENEDLAYEDDYDVFDADDVMDDSASEPDDFDVLSPTIETVPSKKPYDVNYTVYDLKEIIGMQKKMIDEVAALLVI
PASTAAALLRHFNWNTEKLQEVFWTEPDATLLAAGLSPPSSPSTSTQPLPGSQSGSFECPICFTDYEGKSAQQDTFAMGC
GHRFCKTCWGEYLTGKIKEEGESGRIQCMESGCKRVVKGEMVKELAGDKISDRYYNLLNAAFVSDSPNLRWCPHPDCPYI
IGCTQAPQRMLNQLVPTVECECGKDLCFGCGYAASHRPVICKIVRLWEKKCADDSETANWLQANTKECTKCQSTIEKNGG
CNHMTCKKCKWEFCWVCMGPWSEHGTNWYQCNRFDEKSGIDARDVQAKSRASLERYLHYFNRWANHEHSAKLDTEFYAKT
EKKMEQMQDAGNLSWIEVQFAKQAVDAVIRARITLKWTYCMAFYLKRNNQTELFEDNQRDLERAVENLSYLLEQNIGEPE
SIAKLRHDVTNQAAYVQKRHEIMMDDTLRGHLEHRWEFTVDV                                      
>Cneo_XP_572872                                                                 
MNADLKRVRENTLDDSPSPSAKRRLNSNASSPIQPSDDEGMAEWMKIVEVKRKEAIYRQMLEYRRISEHETKRANDLEAQ
RRVLEASFHAVELCWTQIVAAVRDLAGAENLQLKEEEVLEPLLDPSTPVPELEKALRSRLPTTRQLVTRFVDLVAHNATR
PASEADLQARCLKLEAEASALRSNSKLLESEISALKGSRDEAQRDLQRIRKALDRERMEHGKAQEEWKEERTRGGQATPN
LRANGSGHSTPNGKVEADKKFYSGAGPSMAGVLQDTSELEQLAASRLKQLEQLRFEQTQLQQEVDRLKILANHPSEAALR
ESPFFQVYLHQLSTSINRAESLQTRFTATESKLDQLRDSNGEFREAVLAEARGQTETLRAQMAKKDSDIARLRGQRDELN
SEIMERRAKEVEKCKYTEQIENLANSRQERISFLTSEVRRLKGKLAAAHSSDGYLSFLKESGIDGDYVKDLEAKVVTSQD
QINALTSQLERVSSDTAAAKSETEVRTELESAKRLLARYERILGPNPEAAEDVRYLSQQLEKKEKERASLEMKLEEAEAA
TNALYSEVEGLSKLWEALDQTVKSKVLELRDGEQKITRLATEKAKADNKYFAAMRAKEAVDMEAKAAQRSVEKQLRLLER
AQEVETSLRSQITANEKGLTALKNNALDLQNQLATVVAEKTQLELRLQQSQNALVEAQQIMHQRVAEAIAEKEARAKLQD
EADGQMKIIKKLKERQDAVAAASQTGMSDHEWAITQERDKLLKLLKCSCCEQNFKQQVIVKCMHTFCKQCLEQRIASRQR
KCPACGLAFAKEDIQTLYWQ                                                            
>Cneo_XP_572308                                                                 
MPPAASPPSPHASLRPRPTIADVPIAPRRRLRDGSRAGSVSSGRSNGASRSGSRESSRSSSSRVALLVPAATVTTPSVVA
SGAPSRSQSRAAQEPIEISESESENGNGSGDSIVAISPQAVSRGQTLASVHSRRITRSAVTSRSGTHERRTNQSTPVLVH
EDSLSSSDEYGPRYTTQEKGKGRAVPSSIPIEISSDEEDELLGLQSVKAKSVETEKENEGTGLDESSALGTGYHCPICFN
APNPAILTPCGHILCAGCLHSSLLAAIRRNPNPYPNPFASLPHRGRSRGRTRGSTPTRRGHGFSRVKEEQPTHWTADMLR
QAYMDQKIAEMEQGLLQQKWPEEERDAAIAGMIEEMEDVQVKEVLNGLWSVDGKWVVEGECPVCRKALAGGYGPPNSGIG



GVIPLQVRLSTALQR                                                                 
>Cneo_XP_570758                                                                 
MPALRSTRKSAQNQPEMAVIDSVGHSRTNNAVSIKAQRQSTVEVSIPTRRTRSSTSNTASLVPNGVDRDETEDEDWADGD
VNMENGDSDIELIEDQKPQINGVNGKGKGRAKEQAQPFNIGKYSRVAKASVTDLKEDTRTSGRSSRAPRRSKSQASVKIE
ELDGDSTESEFVVDGGGYAMDSEDEARQLKQAIRASSSKAASSKGKRTNHVALNAALARIAGKRSGQSSTATDTANATPL
SDDDPVPSDSEFEEAEEQGSDLSDLSTSDSEVEVPLSRGKGSMRGGRGGAQGSKAARPSVAKGKTAAKGKTKKFQGKGRK
LGGSDSEKEEEFDGAEALSDEDESLSELSDPNMSWLEKRQMQKRKEKRHAAREAAPRKKKERELAKKLGRKLTNGEKNLI
ALCMHRPELENVWGDLQANIEPVKPITMEAHPSLKLTLLPFQKESLYWMKKQEEGPWKGGMLADEMGMGKTIQTIALLLS
EPRRKPSLVVAPVVALMQWKNEIETHAEGFTVCLWHGQGRMKAAELKKFDVVLVSYGTLEASFRRQQRGFKRGDKFIKEK
SPMHEFEWHRVVLDEAHNIKERSTNAAKAAFALKATYKWCLSGTPLQNRVGELYSLVRFLGADPFSHYFCKKCPCKRLHW
QFSDKRHCDECGHKPMDHVCFWNTEILTPIAKYGVEEGGPGHTAFKKLKVLLDRMMLRRTKLERADDLGLPPRTIVVRRD
YFSPQEKELYMSLFTNAKRQFATYVGQGTVLNNYSNIFSLITRMRQMACHPDLVLRSKNSTLTDVQEGTVCRLCNDTAED
AIMSQCKHVFDRECIKQYLEVKQMRGHKPECPVCHIEISIDLEAEALDLEENNKKARQGILSRLNLDNWRSSSKLEALVE
ELEKLRHKDCTIKSLVFSQFVSFLDLIAFRLQRAGFNICRLEGSMTPQQRDATIQHFMKNTGVTVFLISLKAGGVALNLT
EASMVFMMDSSQARD                                                                 
>Cneo_XP_570757                                                                 
MPALRSTRKSAQNQPEMAVIDSVGHSRTNNAVSIKAQRQSTVEVSIPTRRTRSSTSNTASLVPNGVDRDETEDEDWADGD
VNMENGDSDIELIEDQKPQINGVNGKGKGRAKEQAQPFNIGKYSRVAKASVTDLKEDTRTSGRSSRAPRRSKSQASVKIE
ELDGDSTESEFVVDGGGYAMDSEDEARQLKQAIRASSSKAASSKGKRTNHVALNAALARIAGKRSGQSSTATDTANATPL
SDDDPVPSDSEFEEAEEQGSDLSDLSTSDSEVEVPLSRGKGSMRGGRGGAQGSKAARPSVAKGKTAAKGKTKKFQGKGRK
LGGSDSEKEEEFDGAEALSDEDESLSELSDPNMSWLEKRQMQKRKEKRHAAREAAPRKKKERELAKKLGRKLTNGEKNLI
ALCMHRPELENVWGDLQANIEPVKPITMEAHPSLKLTLLPFQKESLYWMKKQEEGPWKGGMLADEMGMGKTIQTIALLLS
EPRRKPSLVVAPVVALMQWKNEIETHAEGFTVCLWHGQGRMKAAELKKFDVVLVSYGTLEASFRRQQRGFKRGDKFIKEK
SPMHEFEWHRVVLDEAHNIKERSTNAAKAAFALKATYKWCLSGTPLQNRVGELYSLVRFLGADPFSHYFCKKCPCKRLHW
QFSDKRHCDECGHKPMDHVCFWNTEILTPIAKYGVEEGGPGHTAFKKLKVLLDRMMLRRTKLERADDLGLPPRTIVVRRD
YFSPQEKELYMSLFTNAKRQFATYVGQGTVLNNYSNIFSLITRMRQMACHPDLVLRSKNSTLTDVQEGTVCRLCNDTAED
AIMSQCKHVFDRECIKQYLEVKQMRGHKPECPVCHIEISIDLEAEALDLEENNKKARQGILSRLNLDNWRSSSKLEALVE
ELEKLRHKDCTIKSLVFSQFVSFLDLIAFRLQRAGFNICRLEGSMTPQQRDATIQHFMKNTGVTVFLISLKAGGVALNLT
EASMVFMMDSWWNPSVEYQAMDRIHRLGQKRPVKVVKLVIEDSIEDQIVQLQAKKLAMTEAALSSDSDSALGKLTVEDLG
FLFKL                                                                           
>Cneo_XP_570311                                                                 
MPPSTHPQSRSKPLLNMDSDPASWLNFSLPPRARSGAGVPGSGVPGPPRRSRKGGEGWRGGVLSREKYLNASFKFVLKPS
EALSYGAHFADPDISLHWPNILQILVPTFSALSVAQGYVSEPHAEGGYTSHDLEEMGEEAAERRRRMEEEKRGRMCPICL
GKPVAGRMTKCGHIFCFPCILHYIQLSDIPKSAKCPICGDMVQSNALKSVKYLDAEAMLESSTHATSDAFEASLEEAKRL
DSGDRHDKRHRLHMRLIQRPQMTTLALPSSSTWPSDAVPPHTAPWYFLPDIITYSRYMLATPEYMGKELEREMKELGGEW
ELLRGDELGRVFVKAAMDKVERQMIKVKEELETELVRRSERKGREAWSSAIGGDKKEKEQQKERERKEQERMKREKQQDI
GAVPVEFLANQQTTFDNSANINIPPNLPVEPNPMPPMPRDKKSRRRLNPVPPPQSVPPAPSYYFYQSSLGANVFLHPLDI
RMLLAHYGSYNLFPSSMTFETTGYDPGTINDDLRKRCKYLSHLPLGSEIVFVETNLAELVSSTILAQFEQPLKARRQKRR
DKVRKEDRAKQKWEKAERSKTAEELQSVRSVPSAFVRGGVEEDRELELALARSAVEFEQNFPVAYPQPGIASSPPRSGSW
GQTPIQTQSESQQDQQRSFATALHQRYDPSLSRSRREVDPEVDALWQQFESTDVHLEPSMGANAGAGTGAGVRESERGNG
RKKKEKGKKLILGGGGRRA                                                             
>Cneo_XP_569828                                                                 
MDWEHEINTHPDEPLDESYHRSFKKREALEREKGKRREGQDGNETDVVGKETQVGDDDDDSDEERCIICLMGLRDRTIVG
VCGHEFCFECISIWSNQSRKCPLCAGAMAPFLLHNLDEEAPTKFYLPPLPSKPSSHLARPGPSRERLPTRREERPRWGER
EKLDPDELDIQVNRRRELYKHGLFAKHIASNRHTRFRANPTPRQIASDPELVQRASAFIRRELRIWPSLDVEFFTTYIVS
LLRTIDIRSEAVVRLLSDFMDTVEFPNGAEHFCHELYSYLRSPYRELKGYDGIVQVCYLGPRVMISGLIESPSTILYHLL
DHQLARHRQQGDVHNLVQSPHILLTYPTLTLLDHPRVQSVLVLVLTIAIDHLHADTLPPLSSVPALGLDVLRGEEEPVRT
MRMNMITRGIVILSDGGAGVEGVFQIEGGNTRVQEEERRDFGRMSSKGSQIEDEREERPEKKQRIELFPSPPRPAKKGLD
DGEDNPTTTNRRDIPPHMPSPPSLASRLGPTVPECPIPPQNNSKGRMERDLPPHMAGRKLSIKGAAVTKAPTNQPGMNLR
EKLVKAKAEAAQDKVNLSNQTETSQRISRVASESVPGSKTAEQQGASKLSLRERLERAKAEAKSKIQPGIPPPDYANSAN
YPNVTLPVLTPPPGAPPLSPSSVAQLPSIKEDANVQALRAKLQSRLKSQRERSLSHNPVGDVRSGAASTSASTSVPSAEN
SEVTNPKEIKEKGLEATMNRALRSITEEERKKEIRRRLMVAKVKEAETDAERKMREGER                     
>Cneo_XP_569110                                                                 
MKLTAAALNKLARKTLELEGDPTTPVPPFYIDLLEKHLRKCPNDTNFIAELAEPQNPTSTKGGNGFGLIVCLEDQCWKEI
ILSADPFRGDGGRQEGFGSFWNYQEHCKENEHIKGRNERCKKMGIPIQSSSSSLPLSSSHASSSRTSSTLNPLSTPASSS
RTNQSYTMPSASSSSSMSKKTSRPSILDALAPSPATISVHSSSPISSPQVVTTPSGMTSAALNRNIAPHVKATPTPASKR
MSSSDTHRHASSTSGSRALTARHSSSSDIVPINRVGDSKNGGHIANGGSSTIPTTESFASDRTPLAPLRQNAKGTIPKRE
PVRQRTVSGTADNYDDDDISLPSIKEQDKAFYKKFSAKREPIAVAATSSSVLNVGVSASASAAAKSSVTTGVPLREFYSL
LLNELKQGRNGLGIGELLDVMLKCYIRLIHRVDFIPTEDKEQRYAAELQHLLKALAAYSDDDMSDDDGLHDPRLIMQSYT
HNVAESLTAFFSDNLKDFHADTDVDKGLQKLGLNSLSDFLPGLKIKLMPHQVLGVSFMVEKERDHRYRGGLNGDSMGLGK
TVQSIATMAANPSQDAKCKTTLIIAPLALLSQWKNEIESKTTEGLMKVLIYHGPKRATTAAALKQYDVVLTTYGTLTSES
ASDKPSKHKVNSVDVTEEEGSGSTPAKMVGPLMKVKWYRVILDEAHQIRNRNTRATKACWALRAHLRWCLSGTLVVNSLD



DIYPHLRFLQISPSAQWDHFREHISKPQKRFAILRVCCIRRHKESELNGKKLLELPPKTTRVIDLQFTDEERQIYTAIEN
KYRVTFNSFLRKGTVMKHYSIMLVMLTRLRQLTCERHIDRCIPDILMTWLSSLGHPWLLRRNPNDIGDARDVVVTDDDLF
GGLEAPKMDDISEQARASTLIGQEYVERVKILLAERTKRLEEAPPDGIDEAGDCECSICYEQYSDERITPCCHSFCAECL
ENIFNSAQGNADLSDDDVQAGRRKCPLCRSVIDKAKIFRASAFMPVENDDQDDEDDNWGSQAEEVDDEDVDIGAKLEELN
DDDMSEKKKGKRKAVDSVVSKRKKRKGKGKSDEAAEDQLQAVNDEVSIEDVLPSTKMKKLGELIDAIIEQDPSQKIIVFS
QFVEYIDLCSIFLRRRNIPHAKYVGSMKQDEREDTIKDFNRPMEEDKSPRCLLMSLKCGGVGLNLCIANHVICLDLAWNA
ATENQAVDRAHRIGQTREVVVHRLVVENTIDQRLMELQQQKQALSDGAMGEGAAAKLGRLNIQDLIKLFGVRNQDDE   
>Cneo_XP_568059                                                                 
MSHIDYFGGQPSTAQKRPRQTQPTSSSQEEDDDQQSRAIEHDEHFATFRSDVVGVQYYRGLVGRGEYVLLRREPTNKWDS
NAVQVVNAGGSQVGHIPRAVAANLATLMDRNQISVEGRMIGQNLDGAKHFKLPLDVSIYLNHSMRESLEPALRWVSPGDR
VNNQARRPVYTSQSQVRGAAGSGVGLPQPADSTMKELLEGLSKDNADLKQVDKVMDALTSDVDVSKLPLHPAPPGTANGQ
LLTDLLPHQSQALQWMITRENPQLPKSPSEPAVQFWVKQKGVGSKPDYWLNVATKTPQSEAPQLGRGGIIADGMGLGKTL
TTISLVLATKNDPVGDKVSKSTLIVCPLSVLSNWEKQIRDHVAPSQLRFYTYHGAAKGLTAKKLGGYDIVLTTYQTVAGE
DAAVPHTGDTPLAKKSRPSTTKSGPLATIKWKRVVADEGHQLKNPKAKMTIAFANLSAERRWICTGTPIVNSPNDLGSLL
TCLHICAPLSNPQYFRALLLRPLSRGDPTASKLLQAVVSQILLRRTKDSKGANGENVVELPDIEFFRVPVKLDNETRKVY
EEVLEHSKRRFEETLRTGEGAANVLSMLTRMRQLCLSLELIPQSFLDEIRAPPTSQNGASATSIASLSTEEMEALVKKLR
QIVEDETECGICMDEVEFAKDPAITDCGHPFCLPCIERVITSQGLCPMDRHPIAHGSILRLPSDESLYLPSSQARSINSA
KIDELVKYLRIFPRDDKTLVFSQFTSFLDCVGVRLEQEGVKFVRFDGRMPGKQRTEVIKAFQEPVKGDDDEEAPTVMLIS
LKSGAVGLNLTAASNVFLCDPWWQSAIEAQAIDRAHRMGQKKVVRVFQLIAEDTIESRVLDIQKRKDAMVAKAFEKSSKE
SQRTKKEARFEDIKELLGMK                                                            
>Cneo_XP_571755                                                                 
MKYGKEFQQLLDSSDFPEEWKSSAIEYRRLKKIIKDVVAELTSMGLSPDILNKLLVADNHSVVSDRRNSNSSGTPENELI
EFEFESEEGSPSVFRSGRLPLHHEPQEVLVDPVLDDDRYLSTDNLHHPHPHKFRLRLLSEASQDAEPCSMADLPTAQNLS
QVTSAYQNGPLNGRRGSEGSHKNRRVVKRAVSVGHGGIKAEYVVTGAPDHPVPQIRLHLSALTSHLPSPSPPPSFAESEI
GTDTETEDEDPPIYSAPRTPRAFDRFCILSPNPSLNRINAAKSPIWAIASSRNFDGLADLSLGEAAMEEETLPTPIQQSF
KTPEGIPHSEREFIIPLSSDFTFFSLLTTALTSLSSFHARQQILFQQSVEKLCEMISKSISPQASIEILPTPLTPSNEIT
PRMHPSKASRKDLYAWREIFTLWIEAQIFESNSERNRGERTVEEAELRLQKFANQVVKRGLGDRRTMKGKKVREAWEEFL
RLNVLLLDLKKFQSANIKAARKILKKHDKRTALTASTGFQAFVRSTLTAQIDEDGNISTWVFYNTSLPHVLLASLTSTLL
PILPSLDDYACLICTSIAFKPIRLACGHLFCVRCLVKMQKAGKGKCPLCRSDVILLADKTCLDLTVMNFMKEWFPKEVKA
KQKENDEEIVKEQARETGMDTRCCIM                                                      
>Ccin_CC1G_00521                                                                
MTSNAASDQQPNSQPKRMNKMASNQTINLNHLLNFTLPPRQTRPLNSIPRRSRKTGNVHGVWNKERFVNAQYRFVMNPNG
DYTVHFADPDIYFQWQDILQIIVPRASRLAGDTSYSDVTGLSTCPICLSPPTAPRMTKCGHVFCLPCILHYLSTSDNKWA
RCPICFDSVNERQLKCVKWYEGPIDATSSEGSSSFNEDPIFEITPRAGNLLRMRLIQRPQITTLALPRSQTWPSDLLPPH
KAPFHFLPDVFSFAKFMLATPEYLVGDLSKELEHLAEERRIMSAMKDDLSVCFLTAAEERVRQQMEKAAALESSLLQEQI
DKARRDHKEIQQKAELDERRTRLQQGAPNIETDGSNEVPTELLASRSSQIATPSSTPSIPDSRPPNQNRGTPRQRRNLNP
PPPSTSTYYYYQAASGLPIYLHPLDIKILLSHYHSYSSFPDEITVRVEAYSEGTVNDDLRKRCKYLAHLPESADVIFVEA
DLEGVVGAEGLKNFEGALRTRSTRRKEKARKDDRAKARAEEREKEREREALARFLPSNRVASVPISENWDDSPPLPNGSP
STHEVQSNASTSPAPPIPTGAWGNRSFASALHSSGGRSSTPARRREMTQEEWDAEEMWHELEQRTMNNTGGGKKKKGTRM
VVLGGGGSGARRR*                                                                  
>Ccin_CC1G_00528                                                                
MSSSAIPNDPPPGTFFASSEDEEEDKSMAVDASESEPAPSPLPSTPGPETSSRGSSPAEEKLFLDADDDDDDYLMQTDEP
PPVDVTAGSKRPAADADDDAEIQFMGHNRSSPPPQIKASREPSVIPAPGPSRRSTPPPNKKRKASESVPPASQSTSHADF
KPTYLGEVIIPNAWSNVSGKGYIKVNDSFALKRDVEQDEDYKTNSSKTKSSAASKPKKGDGKKQMTLSAMMKPQPPKNLK
RKKADTIVRLVNTKGYEFGRLPTDCSWWIYKLLELGLVEIRGVMTDCPDRLSTGVGLIITLRFYILRAAFTRPSTSIDDD
TPTTMFNEGQETQEETELRERKSAIVRLFEVLGLRPQAGANFKGKQSNETLTHETLKKMASRPAKKVKEIVGDGEEIEVE
DTEELSKNDIDAIYKRAQHHDKTMGMMEPAESFAMTLRPYQKQALRWMYSLETGAMDAREATSMHPLWSQYSFPHDPTGD
GDIIDLTDDDKPFYFNPYSGELSLEFPKSERRCRGGILADGKMGMGKTIMLSSLIQTSLATEDDLKTSETARRNPKQLKL
NSAFKAVSRTAPSKPPSATLIVAPTSLLAQWAEELQRSSKPGTMKIVVWHGNNRLDLDGLVDDDEGEENKPIRVVITSYG
VLASEHARSEKYKSPVFEIEWLRVVLDEAHACKSRTSKTAKAVYALQARRRWAVTGTPIINRLEDLFSLLKFLDFKPWSD
FAFFRSFITLPFLARDPKAIEIVQVILESILLRREKTMRDADGKRIVELPPKEETFENLEFSPLERKIYDSIYTTAKRNF
EQLDAKGLIGKNYTHILAMLMKLRRAVLHPKLVITQDVERALSPDGDGAVDVNDLLSRFADAGSSSGSASPNTAFAEQVL
ANLSKEEVTECPICFGEVEYPMFVPDCMHQFCKECITSHIGICEEKGQSPTCPSCGQGPLKSSDLVEIVRNKKDGNQPPN
SQDPEPEIVLRRNDFQSSTKLDALVQNLRRLRDQDPCFRAVVFSQFTSFLDLIQVVLTRERFEHYRFDGTMDVKKRGAAI
SDFKAPSRKPKILVVSLKAGGVGLNLTAANHVFMMDCWWNAATENQAIDRVHRIGQEKTVYVKHFVISNTIEGRILQIQK
RKTAIVNEAFKGTQGGKGKADPESIQNLKIMFGTD*                                            
>Ccin_CC1G_00784                                                                
MSGQCGICLNDYSDPTSIPCGHIYCFRCLSQYANGTVHEGMRAPCPTCRQEFHIVTPDARMLPRKFQPFIMNHMRRVYIT
PSEDQQRLVQENARLRNQVTTLQVYEEQILARSNQQLEQLAESQRKERDAGRLILKLESLVAELEKQFSVTGSTLERERD
HLRARFEDMTEELDRTNEKVDRLRHERNKARALLDTVRQENDYRRDLEEVLTGELTQARREKKHWQREYEELSGELMRRV
RHRTAAQSSSPATRSNPGVVNAVAGSSSLGTKRARNGDGLGIAGEADSRTSSSQPSKKQRLSQ*                
>Ccin_CC1G_00785                                                                



MTGQCSICLNPYRDPISIPCGHIYCLGCLNAYANAPAHEGLKASCPTCRQEFYFVTPDVRILPSKFHPFIMNHMRRVYIT
PSEGQQELVQQNEQLRAQVDNLKSQEEELLARNDRLKRQRDSCKRKERENAQERQQLERELAQVRRELEDARLVYTQASN
AAERFRDYNAHQEEELCQLSELVDRLAHERDEADELARAAAQENAVRARAQRALEERFNRCMQE*               
>Ccin_CC1G_00786                                                                
MSEPLSGHCSICLNDYNDPVCIPCGHVFCFPCLTEYANGPAHEGFTAPCPTCRADFHLLTPDPRALPAKYHPFISSHLRR
LFFDLTPHEETVSLKRQVKKLKKEVAQLMDACERQMNRVAAHKEGERNLRHRLDKLQNDYDELATEHDELVGDLEEVKEE
RDALAEENARLRELLETAIERKDAIFEEKERLETKNEELEEEIELTTRRAEDYKAKYRQAKSQIQALQRAKEEAEASGSR
RKSFLAPPRLFNYDDFNAAMEKERTARSGRPTPDNTLYPDDFLTQYLWETRAARQERDREVQEAESSSRAGSGQEQPQVY
EPPARIRVKRPLPRRSTPMQVSSAGPQSSSSLPRKRPRLSEPARLSSSLVEAEPQVAEDDLSE*                
>Ccin_CC1G_01320                                                                
MEFFNDLGSDPLKPSLFEVIAQEQLKDLLQPALKYVLAVFAQRYPRYLIRIVNRHEEFYALIMLVVERHYLTKHNASFSE
NFYGLKRRRQPYIETERTRAAIGKLPAGERLRDREIWLSLLFLIGIPYIRAKAHDYFEELGGGVSSEVLEESIDARQIQF
LTDQSLRGRFRRAFKKVYPWLNMSFELWLLAGNIRYLFNRTSAYRPWLSWIGVDLRRLGPEDFNAAASLAASKALSNESL
SFASKLKLLLRKSPRLLLDSLRLLLPTAIFFVKFLEWWYSPGSPARSLATSPQGPAIPPPRMLPPHPHGIPFDRTAYGIC
PICRKEINNATALPSGYVFCYRCAHDQVEKQGRCPITLLPARLLAHVRRLREELTGGCGTNMDDLGRRLVAILGTMKFGK
RIQAQQIPGWSQYYLDYKFLKKIISSLAANRPASEAAALALGAPQAPSNTTSASTATPTSPGQPPFFPASDYDAGRGPDF
QAHKAAFFFKLERELEKACSTELLINAFYLQKEAELKLRMETLLSKRRAAAARGMPDTNSDSFQNRVEWSAVEEGFRLLE
RDLGKLQVSSDAQILKKFDKRSTSTTKELYLARQVDVQPVFNRQLISELANTVATCLLDITDLSSGLNFEGPNANDIFTQ
RILTERTSTSGPFGELESNFHKAIAAGDAEAIKDCVHYSEMLSQQSDSNGNITRILWNIIIEAPPDFADLILASLSSPFD
YLFVDDIHGRTCLHEAAIAGAERLVDLCLQNGVPVDKADLYGRTALHYAAIHGHAGVCRQLLQAHVPPNTLDRDNSSPLV
YATTKGHVECVRVLLEEGNVPVQQPVSGDANPLSLAARAGHVDVVVILLKHNAACSPNSNGEYPMHLAVQKGHTDVCKLL
LHLEGWDTPDKYHEWTPLFHAARHGHEGCVHELLQHGARPLLRDEMGHLAAHYAAWYGHVGCLKLLLEASPEIPETLTFY
AASTLSPLPVVTGDATFDSEIDMIPSLSLPPPIMPHRVYGHNYLVNQNLVQVFIGRWSRGSPNTPSVRLHHRLMSPVFKD
EYVLATSPLKLVMTTKSKTTTAPYSMTVPPQPGEGFFSFQVHSLEDLTLEFSIYPNFGTKTIGRAVALPAFFAGVENNQT
YVLPILDHRLHTIGEVDFQINVIRPFEGVTLEVGGDVETYWKSTEITSVPSRGSGRNRRSNQPGSAHTSPGLAVNPPGPG
GQALTQSSLFGTYLHVVVQVTRDLHPVVFSEWLVPGTITEQGVADVTLAQFETLAQAANKNYDVGAGVTTDWPSTLSSCM
ISLESLLKSLPASFNLALELAYPTQGTVQQLHLGRRLHLNDFVDAVLRTIYGVSTAAGTTQPRRKVAFLSFAPDVCSALN
WKQPNYPVFFASQCGKHGISGYSSQLATGSAGDDQRTLSIGSAVEFAKSNNLLGVFIDSDLLIRVPSAVDGIRNSELIVG
VLGSAEKFSQLTSADQESHAVDAYFDKGTLTFVDRSLRELL*                                      
>Ccin_CC1G_01628                                                                
MHSPSHKTLDVHLVVASTTIVTSADAMHPTPPPPRRASSSNFPSVLVREITPARAPRRVPSALTLAKSPVSNQYALRSPI
HRQLITYRTLPTPTPATRYSDLVPISEVTVEEEYDCGYLNLGAESPHSTGSISPFSFNEDRPPANWKPGPSASARRGSVN
AGSGGNNNSNNGGNQKKKTSGPDRDCGICFEYAVKPLRTLCCGKIFCEQDLRDWLHGPNASGLCPNCDVPCTLEDNTLSL
VSPSLRSPPPPPRKRSQQFDRTMSGQRHVPSPLSTSEPITHHRKRSSSPKGLGISTEKPAQQTSPLSEKQTLSSSPLSPL
SAAHWSLPSASTTTTTTTSHSHSTSKSTNPLTILTSSLPLGLTPSKSTHGSTTPSMWNNGKVFSKGGKVPKGSVIDSFLT
ERKEDRYGMLVRLLTLIAVLGVLYVIMG*                                                   
>Ccin_CC1G_02916                                                                
MSEDQVNAMTTQQQQQLPVPESSHCAMSLSATLKRPASPSFENGDQPVRKRLKEEADKASIVEQDAEKSQDARMVDELAL
ELQCGCCSELVYNPVLVLPCQHFFCGSCCVLWVRNGGTNCPACRGVSSLVTPFRAIQPLLDTLLRLAPEKTRAAGERAQA
DEVYRHGSSLRIPSPKEPSPEPTINVNADLAQPCPNCPPGNPHGWRCPHPIPDPAADPDNAWHLDDGIPPGHGQCGHCEN
LLALEAPLTTKCDLCKVVFCGINIPGRCSAVPLALQHPQGLANVGDLIESAEVYESFDGNTYEVDILFDYLRTQNKLPRQ
IYREIITHTLAQPRGLQPFLESDAFLDVHGGVLDAIPQGPFNRICRVCAAEALLWGLKDWWIRERQKGHLDTAILGRPDC
PDGNACQRQKETAHAKEFNHIISPPQSSPPPNASLPISAPPEGAVPLLASSSVDDVEHLILPQPSSGSMTSQQRASALSY
LLNSTNLDEPEALHRAIARRLQSSSPDLRDAIDALAS*                                          
>Ccin_CC1G_03236                                                                
MASTGETVNVPFFKKKKGTRPTTARKRSVSPERPDNLGASSSKTQVVLPTKKAASNLLSAGTKRTAAQRDDLDTPEKDGP
DVKWSAEGSHINTALEILAGDEADEILAKRRRKERQEAGEDDIEVPDDGQYRGQNAYRTHIKKTTETPKAMRTGPQRSTN
TIRTVTIVDYQPDVCKDYKETGFCGFGDTCKFLHDRGTYLAGWQLDKLAENPKKQVDDDSDSDSSDDEDIPFACLICRKP
YTDPIVTRCGHYFCSACAIKRFAKTPKCLACGAPTGGIFNRADKVIDKMNKKRKEKEEKEREDDSDSNIQIEGLEEKQGS
DGDKDDSDDDSE*                                                                   
>Ccin_CC1G_03955                                                                
MSSLANGETEGHGGVFKSVAGASQRPEGVRDRPPIANGPKAPTVDGAQGTKGKRNRRRKNKGVAMSPEQGPRATEPGSRG
VASVGASQPRDKIQNSRQHVDQTLVTGPPLRAILGNKKPCFAWRDGNCPRGDRCRYSHDPKIRDAASEQKALREAEEREK
RERLLTEERERREAEQRERERIEREERERQARERQEAERKEREKIERIAREEQARRERERQEAIERKKREEAEARERSRI
EQERKRREKEEREAREREAREREQRERRRREAAATIQLVVGGSNLVTFGAGFETRSIIAGFDLCAVVVRNLTADTKKDQV
ARLFMEELQLDPLTFCVSEMKYDNGGQKAVVLTRVEDSEAIETEVLQGIEWRGRLLEFEMGANALWGKMNASGSNQDLNT
LSIFWTVPSTTMIATYTSMEEAQRMARRLDGRMLGGRRIKAAMNERPNGPAARYYVPSSVKVTNLPPHTATHELWEIAET
TSIREVKGPVYDLDSFKGTLEAGLKRHDMIRGSFQVTIDGTRVISKVRFPSHETAKRAFAAIEAGQFRFGQNPRLRPVLP
QSHEYTISIIRAQYDAQRKLWDEIAEGSRGRDGAFVRINEGRHGRMFIKVLGSNEKEVGALKVRVESLVAGERLGAEYWH
SSFLSNQGASFLSRVKTDTGAFVSVDRKVHALRLFGMNEAKAAARAIIEEEVERLGFLEWSIPLQRQSVSFFVRVGLKTL
QDALGEDNVSLDLTSTPNRIKIKGGDDARHHLQKLMEEALASVRDGKVVVQRTGDGETCPICYDEVSSPDVLSCGHSYCE
ACLRHYLISAADSKKFPLVCMGEEATCGKPIAIPIIQRYLTPQRFNRLVDVVFLTYLEQNPRSFKFCTTPDCTQIYQCDN



GKATHQCPSCFSKICGQCHEESHDGMSCEQARVHRNPEEQERLNNEWAARNNVKKCPECSRMIMKAEGCNHMTCPCGAHI
CWRCMGVFDHHEIYTHMHSAHGGIHGDEPAAPPPPPLQPQPIPPLRPFGAQPQAPQADAARRVQEEADRRYAERLRQAEM
DALWRRIEMDRRLREQAEQARQILRRRREEQAEELRRRAEAAVAFERAQQRAREEQARRQKENEGGWCTIM*        
>Ccin_CC1G_04410                                                                
MSDDSEFDNFGDDFADIGAADWDRLLSAPPRRDPDPNQAQGGEEHAEIPRLEAQDLDSQSDDYFEDDEAFDSSVLAALDR
IEQEATQARPSRITETAQSTVARNPYAGACFCKHSRRDSHCGVELMISPPGPSHSTNNVQNRHNETLISPSAPVNQGNSA
CSIKDEGPTHSGVKRARSVTSSPKPAFKKGKMKECDEQDVAKALLSKLEEEFQCPVVASHVANPCGHSFCGPCGWHWIVT
TGKKTCPACRTSLARTNKMLPNVSLDNAIERYLEIIGAVGHEEWSAGGQSYVEFTRRKEVWKSEADQRTKQNAPRRKPSR
AWSGPIFIPIEDDDEAADPTYQEDFDASEEIPIYRMFPAHPTSPYRRRLR*                             
>Ccin_CC1G_05751                                                                
MDQQAKDQNRAKTCRYFANGFCKRGDNCWFKHVLGPSDKSKGKGKERESADADSDGEQYLCSICFETPVTFGLLAGCNHV
FCITCIKQWRDPAAKSVDVVTSGNTKKCPMCRTPSHFITPCSTFINHGAPEKELVVQNYKDSMSRVPCKYFQQSKSKPER
MCPFGKDCFYKHENDDGTPYVFTEGADVWLRKWARRNSPRRPRLFDFDDDDDGEGFAEFFPFSLSLNSIPLFDLIPSMMT
GRPQPRIVPFGAARGNPSRAPGGGIADRPPEDVEVTLGGMDANNRNDDTVSLQDLERTVDALGDAFQRSTSLAQLAAELR
ALRDQAARLVASNGLTANPSTNDANPTPGAQGEGNRRRNRVAETETEAVERLGILAEQMLTSVNVLRTGLVPGTVTTGED
RAGTPPPLEAVEDDASADEDMPDLQEVSSSSDDDAYSDISSGEDYESESDGDDIIRELLRDVIGEGGLGNRSSRLTDEEG
ENRTSRGLPMLGIVGRSNSANENDNDSMPDLEPITSDSEDDDAHSPPRRTSERSRDVGESTSTASPASGPISQEPSLPSV
VPPFVTDGRGRVVWTSESSQNVPEQRRRGGASTRAPPGVTDNSPSPQTNTTSNQDATTSVTVPPTTPSLATEASSQSGKT
IQPGVNPSEARIATAGGFTTDGRGRVIGTAETRSGQAGPSDAPEGQSQDVVDQHARVASAVPASPSSHSSVLGRMINAFF
GS*                                                                             
>Ccin_CC1G_05761                                                                
MSTTSQCDGVARVHGKETHKHPHSQRSYIERCAKPVAARQDIVPLSGGGSVSETSTRVQRSAHDDRDKSSSLLPIVVVPH
VDGRSPIKRASLPAAYPPQAQATSGSSLARHATPRDVPRPESMTSLSSNRTTKKEHVRMSLPVDSRQSHHRYTQSARSLP
PIDAGKPVSEMIYSSFARQPPPVVNVVNDGGLSYGWEGMQREVELLRKAVQDMHKTTRKQTKRIEELKGQLSASAQALKD
KEVEVTTLKERCAKSERVVSTVEASVQCQICMELPLRPFALSPCGHVLCLGCLQEWFKTSPGAVDDDDDDHTDSILHREK
TCPCCRTPVRHRPSPIFMVKAVVSALLKERDSGEGPSSEDPDPSEDDPWKGIFPNSDPESDEDDEDEEVGAFSDDEFDQD
VHSWMFSLQERTAARWAWSSESDEEEEEEGSGRYADYDTSSEEQLPHPSTFVAPRWEPAWIPIDPTDYDFTGMDYDARES
VLALLRRGCSWEMIQNFNMRYSHSRGIVVPLHSIDDLYAATTNLDEGVDGETVYHVHLGWNITLDEEDVDGERYMHSVLF
DIQNRPERWRITRRHGGSVEVRKLVPATELDEYYTTDSDDYPDDSDGEVDDMDID*                        
>Ccin_CC1G_06524                                                                
MHFSKKYTQILKDLPPELQENAIQYRQLKKIINQIVSELSSIGLSPSILQELTIDSSPDPIPSSSASLPTDPSIPASPST
IASNSTGTDLGSGSSVSQAQATDSADSQSPTTPNDPDTPSSPQPPLRLEDIQSPVIVNHARIRYEVIEHSDRIEPHLRLW
VTIPDLPPHNSTECGKIEDVEDGDESLAEVDSEEEEGEAETEAEAESSPERDGGRMSRKKNVLWSLDQKLHQKPRRPSPS
PSPSRDSPATPPLVVPDELPPHPPSGGRTHEVVIPLVSDTKFFTNLSTAIDSMSAHLSQAQDEFRESLHELSKTISQTAL
PASASRSVQVTSSQPSKSDLYSWREIFQLYVEAEVFEHIGEVKGGERSLEECERRLQLFVDQATQRGIADRRNFKMRKSR
EALDQFIELNLFILNIKKFQEASSEATRKILKKHTKRTALPLPSPFAQARAAAAAQQLSLTPFLFGRLGTTSLPRTLVQA
IGETLLPIIPHVDDYACLICTAIAFKPIRLSCGHLFCVRCLVKMQKRNKGDCPMCRAPVVLSANGSNVDWALLNFMQDWF
PIEAREKLKANEKEAAEEELIELGIDPNKSCIIM*                                             
>Ccin_CC1G_08061                                                                
MDTISHDSEGLEGEEIVMLDTRDTERRGTRHIISLDGDNDDEISWTVDEPQPGPSGLPARDTAPTDNESGPGPSSTAQLV
ANAEPGPSTTANLTRVLRMAELEQPRLREQEEISMASTSSSKRPRSTPSEDEDDGTFGPGEGEDSSTSRRTRRRLETTIG
ESSSSVAWKGEVPSDVGMRVDPPPARYPFEHANARPSGSGAGSSSLAGPSQETQATRIDEEEPVTDPPPTQLTPDATASG
SGSGSLDSSSLSQSFAEGDGGSSSIVEGISASRPGSSTTAGGSSSTVSSAPDDTNSSSNAPDPANPPPVSPTKPESSTES
QPDSLSSYTCPICFYPPTNATLTPCGHICCGECLFAAIKTTLKRNEHLLPPRIGGGFRKSFFIYQFVVSTLMKIQAILHL
EATSTSDSGDSEVVPWVITLLWSPEVGPLVEGVVAVGEVVVQEGVEGKWTKKTRVSRGVLFVGHLYLAGTGAVEG*    
>Ccin_CC1G_09941                                                                
MVRTTRSSARRAVSTPASSATPTTNPSPINSAQTSTKGDTDTPATSDQEDELSLKPAPRASKRVTSLKRQREAANEGGSD
DEASERSTTPATTATRASKRRAVANKVYVEVPSRSSSVKAEKKPTPAPRGGSKGKGKAKAAPPPSEDEESLSEPEEIVES
SDSGSEFAMSDDESDAVMNSEDEEAAEEIMLEESIRQSLQTANGRNGESSSSASRRAPSSLAALTAAAAERRIAKRGKTM
TVDAADLDLDMEPSELDSEEDDFSASESESDAPLAKNKGKGKGKAKAKEKTVSASWGATEESVKKIMTFANMRRARREEQ
ALKRKVKRAQRLREQALMNELGRPLVHSEKTSLALQVHHPELVDIWGDLDKPIPAPVPTKAEQPANLKATLLPFQRESLH
WMREQEKTTWKGGILADEMGPTVAIMQWRNEIAAHTEGVKVLVWHGASRESDAAQLKKFDVVLTTYAVLESCFRKQHSGF
KRKGMIVKEQSPVHAVHWKRVVLDEAHNIKERSTNTAKAAFELKSDFRWCLSGTPLQNRVGELYSIIRFLGGDPYAYYFC
KLCDCKSLHWKFSDKRSCDDCGHTPMNHTCFWNNEILSPIQKSGMRGAGALAFKKLRVLLDKMMLRRTKLQRADDLGLPP
RTVIVRRDYFSPEEKELYLSLFSDAKRQFATYLDQGTVLNNYSNIFSLLTRMRQMACHPDLVIRSKANASTFVPDEAGEG
MVCRLCNEFAEDAIQSKCHHVFDRECIKQYLEAALETQPDCPVCHLPLTIDLEGPALEVEESVVTARQGILGRLNLDKWR
SSSKIEALVEELSNLRQKDATTKSIVFSQFVNFLDLIAYRLQRAGFVVCRLEGTMSPQARDATIKHFSKLHSGFWSAIAK
TSNQVNNVEVTVFLVSLKAGGVALNLTEASRVYLMDSWWNPAVEFQAMDRIHRLGQRRPVEAIKLVVEDSIESRIVQLQE
KKSAMIDATLSTDDSL*                                                               
>Ccin_CC1G_10329                                                                
MSTRNATPGPSSTASLKRAASSETEDSTLGPREAKKVKRDNKSSTNPSVGSVNGTTTRSKDKNKRRKRKKKRKMSVVEGS
VGSTSQDVSRTRAGPAPSASVTNGAVAAALAPPAARSSVSSTTRPTMQQAAEDIAVDSDSDSDEGDEHQDTVNSAPRREE



TLVYTPREGSIETVEATTNVAQSTVNGVDDNAAPMVNGSSVLNSPGPSQPNGQELPGEASDATVDSDSDSDDDVDGPVPA
KTASKGKDKGKQRARSPTPPPAPKPEQTEAELTSLLIASTSDQPSTSAQAEVQAAEIARLTQQLSEQSALLQRHQAHLNT
VQQSLTCQICLDLLHRPYALSSCGHVACYPCLLRWFAANPARHPDTPVVDPEDIVNNRVDNIIPAPQGNNQENNNQNLQQ
RRRDAQRIIRQVLMRRKTCPICRAVVPNRPVEVYSIKDMVASLVRSQLIDHPVPPEAANTPSGAQTPADPWNNIFPPVTR
SRGGQWAMELDPAGAQADGEHRGNLQDMGWFDMDDGGIYRCLDCMHEIYGRHCSSCGREYPGHPEDDSEGESGDDIMPGG
WGDYFRALGNALEMDGDFDEDDYGDEGDFHDAEEDVIDLLSNDSVELEDDGSDEEEAGFLGRIWRHRPLNRRRRVIHPHH
EDGFDEEDDDQHSHISVSSDGPIPIVDDDYHSDDVSDEVFYSEEDLEDIPPRRARRDRLRAQIPEDDDNEDDDDDEDYVS
TQDFHDSDDEDDGNDEGDEDQIMATFARLNASRQQRRRVGATRPPRTRTRPQVGGSRGQAIVISDEEEEDAGQTEGDSDS
DIGEMGRRSRRLAPPTSTRRGTRVTRRIASPSEDEGESDDAHSVAATGNVSDQDVQEGSSRGATRRSSRSTSRRGSTTGS
ARGGSAGPSRRNRQERSPSPPTETREQRRQRAAQAAERRRRYP*                                    
>Ccin_CC1G_10341                                                                
MTKHSKNNTASSIFSYAEYKKLDYGTKKQRLGNESMRRFDACSLCLNRARNPVACNEGHLFCKECVIADLLTQRKDIERQ
KERLEALKREAEEEKARARQAARERVLLEFEKGQLGLAAGPSSIGTRAASTEEGKDSSDPAQTRGTKRKFEFDPSTVENL
AKEAEEAAMIQIEKEQAAALKHKLPDFWLPSLTPTYTSSGPPRNLDDVKVQTTCRGASGKDGSHALSLKKLSPVNFTLWS
STPSAKSPESTPSNGDPTAKAEEGDPMCPSCKKKLSNNTLLFLSKPCGHVTCKTCTDTLVKPSKQCVVCEKVLKDKDVLE
LKREGTGFAGGGLAETSKAGIAFQG*                                                      
>Ccin_CC1G_13676                                                                
MSSSSSQHRLQFPQAQQAQIIRANQRDIFHVASLKEQAEAVLRSWLGTRWLQRWDKELDATIRLIYYGLTTGRATQTLGE
EYTDIWQYDSRRTRFPPTSLLRLNLIALNVLPPYILAKLTSNASLGARRPELMSWLKSLTKVLSVVSEVNLALFYLRGSY
YDPVKRLLGIKNLSSLPENPHTRPPSYSLLGVMIGARLLYRLVQALQPVTPEAKPTKATGGAASDTFLDDRSIETVIRMQ
NVEDQPLIDAEDDEGTVLDIAAIPSQTRQSRSCTLCLEERTNSSLTECGHLFCWNCIVGWGREKPECPLCRQALSLSKLL
PIHNL*                                                                          
>Ccin_CC1G_14633                                                                
MLKAARDALACPFCRSLLRSPVSLHCGHSVCKLHLNSHRDCPLTGCTPPPAAAPPNLPPGSTVEFQAEEQEQVLVPPLHP
AAHDVTLEKIINLVERTRQRQSLRQRPSDDDDDDTPPRKRHKPDTSRDPRDSDDNEPDLVAHLRTSAAIAKTVSADQPLI
TTPEPVLAAFERELTQELSCDICCNLFYKPVTTPCQHASLHIELRTFCTKCLHRSLDHSQKCPVCRTELPGFAYFQAHPL
NSVVLRLLHLEAFRPVYQARGEAIEEEERAARLDTPIFICLLSLPGIPVGIRVFEPRYRLMLRRCLESPVPQFGMLPNIS
GTQNIYGTMLQIQSVKLLPNGESIVKAVGTKRFRVLESGVLDGYMVGRIEFIEDFPDDLIDSIDTMNLSKSDDEGSPSTS
TPTPLPPDPSPSRQSEEETFRNMVAIEGSSSASSSRHRPPPVRQRPVRPSNEELVEICRTFIDRLSRAVPNTKSSAEAIA
GCALDRTVEQQLVVLFRLYDLVSLVFLNCFLFPFLCVTMPFQWFSV*                                 
>Umay_XP_756581                                                                 
MVVTTRKRTAAVFQPNTASASSTKRATSSTKSKPQGCAERSSKSRANAKMPSPVHSQDDRGSPTETEAELSAQAPTIPLF
DFDIPLELDSPYGSRISAFNPAPYESLKHKLSQWFPELSMRDDNHADHLSSSPRATTKDNQSKRKPKSKRPDYIYLEVDF
VPQLVSDWHLNLPRTSRGWSGSVTAKLHQALAVVASAPPGYSPSDIPPATKSTSQVLEAAHYEDDNMSDNEQDDPDTLLL
GYLIPSAFKDAASHPLTHLDPVLISKEWIQLYGEVTLAPPFLPPMSEVFGPDAFETSSKRVSAQTSKSSSAANQPLARVI
SRSSDVPSTRLLGTLSVQVGLEPAALQYGAGKDKVDGFVASSDDLKNTAAQGSLGLARALRQAIPSIVDWDFSFVELDTD
AHTYWDRNESFYDLPPKQSTLSRHLVLDNVEPLDFPNTSSTSNTLSKKRKKSSHMSFTSGRFRPYPPTLESAEDQDVPSS
YVCSCLSCQIMTERNPVVAAPRLKQEALPPGEQISGTDTRLGDITSRKFLPLDTNVTSLLEACRPPSDGPKVYPPSDVIP
TPLMGYQARCLAWLIKRETVVDEDIDQLMPNWLPLRCKDARHIMRRRLQLEAEREALMYVIQRSQSRARRTSKVKAAGLA
ALDAANDAETRITLTSNSSTSATVKTLGPLKREPFIDPVDQTFYFDQISGLLSLRRFCCRPSEPGGALCEAMGLGKTLES
LSLIAARPRPDNSNLLEYDTSRSARMISEMEPSARPFVSRATLVVCPAALVEQWMDEIRKHFRSRSTVGTDSLDGHLSQQ
AGVIRYRHTDFAWDVRSRRADVRALAERKLTQPDIVVATYEELAFQLTESHKVPHNSNQVRTPLLEVLFWRILLDEAQIV
AGASGKATSMVHELWRSNCWMVTGTPVTKGIRDIQGIFAFMDHDPLAAPRFFREILQQPFSQGSIEGIRRLRAILPRFVW
RHTQVHVEDEITLPPCKNEVLELKSQALSKFCDSFTKQAARGVVNVAQPTFLIHLRQLLSHPQVADEYLYFHNYSRLSFA
ELFQRFFQQAESELATLRMQLVTTTLQLVWSHDFYTAEKDKKRWRGGPSPLKDSEDVCRELDAALRVVTAALDEQARRSL
GSSAENEQEAEMPNAEAQAALSNNSSAVDGTDATGGLEVSVTDDSTAGAEASSSMSAVTTDSVGEAAVVGSDSTLRINLS
WEEANYWLRTLLQKHAAPATNGQNAETVIEPPARWDPERPSRTCFDKEFKNADDPSVNLTDPRYHLVVQDAGAEDMGQDE
YLALITAQQNAQTYKDRAEPRKKVKMDALEPGLLKKSRLRGKATQRQITRVWSYKPKERLETTRARLHSLQSDLPGKAHE
VAFLRQQLLEGLGGETQSGPGQAGDSVATASAEQPSGPECPICFESKIQIAVLPCYHSFCADCIDKICERNPRSASHLRA
SYDPLRCPKCRLKFLPNQVTRIMEPEKFVSMDGSGTVVGDWSGKISGLIVDLKERLAQDPTHKAVVFSHWPKMLTFAREA
LVQNGVSAVVFGGNETKQAEALRAMRDDDHVHVILVPFRASAGAAGLSLTSCDLAYLLEPALDTALEAQAVARIHRIGQR
RETTIIRVKMKDTIEDAVMRIADERSRRGMAFAAQTNSGGDAVSAAVAASADPQAVLNGAGSSTAAQEATLTSSLNASTS
GQEDLVAQTRVQAEEQKTLQAGLLTSNVRERSIKASLAASVGVGRESDNISLTMAEVGLILGFDAEEVKRKAKERRESVL
RRAEFYGLYDYSSNARQLELDNLELEVRMEEGRRAMESWSSEDAEEVRWALEDEEENERTWAMDRQEE            
>Umay_XP_761333                                                                 
MLQSMSGADDRKRALTGTVEDGPRKRLHSDEATSKSAATPTNDNEDDEALHPAYAGLEAFRKEAIYRKLLEARRDLQRIE
RRAGTFQDDLAVSEQRAAVLQRFWNLLLTELAARLAIQDQDVFALSSASDSRSDLTAMEQQLEQQSSAVLRCLSQQGDVN
IVELQQKLHDLADEGSRYKQDLFLTQSKLQRAQDALAQTSQKLSKVEHEYVRYQSNLLRATEGKPTIPAGTIVSASEPAP
ATEQTADTAVKKETATLAPTDGAPHTSETLQKAVDELESARQDVELTRRESDSRYAEIQTLNEEVRTLKCKLHETQTKLT
TLPEEVLLSSALYRELQTLLRNAQQDLQSSKEAMQALETEATALREDRAAFQQTVEAEAASRSEDLEKLIKAKEADVTRL
RSQRDELNAELTERRSREQVKFTQIEEMKALLNSKEERLILLSSQVRRLRMAVAAFHGQSAGVSALATAESEEDQFEQVS
RAAQQAQARVAELEQRLGVAGQNASPNGTGATAKTEKGADVDTKAEKSVEAASESELQGEIQRLRLSLQAAEASSKAVDD



ELEKISAAYADLERQASVKVTDVSRMEEKALRWVTEKSKADNKYFSAMRAKDAVDAELRTAKQVHERQQKTIEAFADVER
NYVVQSGLHEKAISTFKKVTDAQTHRIETLQRELELAESRLTELARVKEVASDSAKELINTANLEKDQRKRAEERIVRLE
KDLESSKRQLAKAAASAAKNKGRRDADAGDGASEKDFLNALLQCSSCKERYRNRILTKCYHTFCSECIDSRVQTRQRKCP
HCALAFAVSDVQPLYLQ                                                               
>Umay_XP_761310                                                                 
MDGATESGAASSPVVVFKRKRGRASQGTSSTLTNVATSSQAGPSGASRAHSDSGSSRSDSESGSTVVIKKKRRSANPLVQ
STGRVYRKLKLSGSLDGEKENSVDADESGDAGLTSSSIASSSLQKMREDATRNSDWDLDTAGTLKETGVTSNSDGLYRGA
KSYASFTRTRDDGCSSKMRSRGPIRQTTTVRTTSLIDYQPDVCKDYKETGYCGFGDTCKFLHDRSDYLAGWQLDVLPNSS
SRTRENMLSDPEDSDTEDDIPFACLICRKAFTDPVVTRCAHYFCSSCAIKRFAKNSKCFACGQQTGGLFNSAKKVLERMD
KLKQQKAQLRREKHEWLQDPQPTHQLATAGDSDVD                                             
>Umay_XP_761094                                                                 
MSTASTQHQHHRHACDGGCASNSQPSGSSPTKSRQHTPPPVASCDQHMPSPLQNAQSSGDSRSTERASSPATHTHAAAYA
QPDPSHDALAASSSLVTHSRLPQSTPLASSSSSTQPQPQTGRLPTAAQRRRARELATVLLTLATCYDCHRPVHDPVTLPC
GHSSCLQCIKDRVLPSSIPAEHEVLPLPCFTHLPPRLPLSPMTVPCSASGCPRSAIGRGIGVWAGHLPRYGLIPTYTERL
PLVDQDVGPGAPPVDGFVMGVADHPLRLTVIGPQTRSKAHLFAVPPQGVEPPHSNTLHQTATTLLPSLATSNMLRTDVTL
SKAVAILTRYASSPLPRSPHQRPSLPASSGASVASPRSHHARVRRTAAASSVLSTSIRPSTGSRARAATRRRRRSPLDRS
SVRAPGASLAAHRPHPRSSSNAGMGVFGQNESDLESGTVGGVRATASDSDDGFAQRIDNDMRFETRQRNTVRRASAHFEH
DDDRDSRTLCVVTDDEHSDEDNSDRFWPDRVGGAYSRPLLSTNVARRRGNARRKRRRRRRSDGSVSSAHSLPRASSRQID
ANAAKTGALSDEAVARHSNSGWSTEDSTSSLCLQRNKRAEALDQAVHRRHVVQAHNADATTSDAGTDLDSHAANVQHRAL
EVKQSLALSSKVGTNGEPLVQSVATLHSELLEVVECQLCYLLLYNPLTTPCGHTFCKSCFARSLDHGDRCPLCRADMPNF
SFFQDHRPNTALLKILTADTATFSDEDALDSDSTQAAAGMAATSTYAGISVALGSDRSIDDSAGGRHRADSIVDDDPESA
PHHYGFKRLYEQRKVAIEQEEREARLSTPIFVCTLAFPGMPTILHIFEPRYRLMVRRCLESGNPRFGMVLPSRTNGGTEE
YGTMLEIKSVQMLADGRSMLETVGSYRFRLLEKGSLDGYTVGRVERVDDISLEEEAELERAVLLRRTELDRKKAAEASIE
QPHACPMVPSMSAPVHTQASHDEHDQSSDVVSARPEMSRAESDALSIYRSSASSAAEPPSSEAQPVMVTGQVASPNGASD
ATDAEQDTSGDGEVSGLVPFKPVPAEPSIEELVDICTSFIETLRSGSAPWLLSRLNHTYGPMPSAGEVERLGYWMALVMP
IDEHEKAKLLPIRSRRLRLCLVVHWIEQLRQSWWFNSGCTVS                                      
>Umay_XP_761085                                                                 
MDESAPPVRTRRRTAASSQGTTVSTTVACTLSDKPSTRTQRDSKASTSKFSIAVPCSDARSLYSYVDLQCLAILHSKGRD
TIASSPPVDEPSRKTRTRRDLSKDASATSRPKTGPSSSQADSNMKNTTITATETELASASASASASASASASLSQESAHD
KFIAAPLANACTVAKADCSKPGACSTSRASPTTNAPQNLASQLFSDDSEEASPQQESEISAANTTSHDAQASHSRKRRRA
GSNCSHLESPPGSASLTAVLEPEQAGNTASDTLSLQLRIRQLELQLAEAKKQAQQSANVASAQSTVLLEMHSLCICHICL
EPSFRPCVLAPCGHVFCIHCLRTWFTKLMPDEAPVPSSWSRDEIEQYERARTLKRAKLCPSCRTELACPPVEVYLVRDML
EKVDHALELSKSIQLDAHLGESSTAMLSDDDKARLKGQDLPKGDKLWADIFDPDGPRRVIYDQMDGVLRCGKCACEIVEG
VCDNIECAIDYCDLEDEWMAQRNVDDVDSEQDAYDDTGATRTERNAALGVHLANFEARGVGAGFGQRVAFSSVELDDSSD
QENMMSAGSLEPSRSGGARRSAYVYSHEDSEDDAEMDDFIVRDQDHLDYFDASASASEHEHEPWYERDWDDMDGEEGNDE
EDDDFLPGPRALRGESAISISDDQDNGDGLSDTDSSVEYRGLRGASRLVRDDEDASSHGSRAHSETHSVQSVHEQVHATK
PSGALGSSTDSSARRRRVRILDDDDE                                                      
>Umay_XP_759414                                                                 
MKFGKTYMETMADPAFPAEWRNGALEYKHLKKLINGVVAELESIGLGADVLRELLIRPEDEPNESPHASPKSKPKPLPAD
AVESDFALADDSGNSSEQEDQEDTRDKLTPAGKWVSDFSVDMIRRASSPGRNALSDASTTALQPEQVQNQQNGSNLLVVP
TSPKPRRYSHGIQEVSSSLANVGLQSETRGRASFSADARPDSDRWAGLGRKDLAAMGLSKRPSDGSAAVGSSRPHEPSPG
RHDWSASKWREEAKLDWDPSSNSAVSGRLLAAPPHASRTDKSASPARHRWVEGKFGRRARAEYELGGTPEHPVPRIRLFI
ESPLPSDGEEDVENARIVSDDNSSSKSFEEQITELPVSSTRRFSNIPEDGPEGETREQKVERQTEIRRKRGTRSREIVIP
LTADTQFLDTLTHALQNLSNIQSHQRDNFVFETESLCSAIARASSPYATKNDLYVWREIFGLWVDMQVFESQREKDRGEL
SIDESEARLKRFAIELTKRGWIHDPSSPVPTSGRKGRLVKLKLGSGPSSQGLKNQASAAAIEDFLRLNFALLDVKKFQRV
NVEAARKILKKHDKRTALTASNDLRAFMAQQEAARRAMGIKAVGSGGVMSVPTSALEPVADVTNGISTALVSSAAHPSLA
ALLPSATTGILSESLPHILLSLVTTALLPILPAVDDYSCAICTSVAWRPVRLDCSHLFCLRCLVKLQRQGKDDCPLCRAR
GVVKTADRRNMDEEADKYLQTWFPREVKEKNKENEKDRRQEELEAMGLREKECVIQ                        
>Umay_XP_759410                                                                 
MPPRRSTRQSVSATPKVDEVIVISSEDEKVVVATPESPVLISSIQRRAASSRAASAISSLGTAPSSRTNSTYASGSHTPD
TSTAGDDDKQDGTKNDTAPDESKPGSRTSTLRARRTSRSASIKTQTKTNTSPAPITPASDSRKRRAPRASAPTPSKTRKV
DVDDKSLLKRASARVQAASNMVTKGWSKEDQDEGLLVTEPGPSTPSSALDRVEAGGSTSRSKGKKKAKAKAEPRPESIIA
EESVDDFATSRSRRPPRRSAALAVKASKSFFDSYADDQLYLDEEAESEGKYNEDRSSFNSLSSDDEPLCSKKKWPVETGR
NFATAEAGPSNLATLEKSDFNADTATTDDDADFHPRTGNNFYAEEVEYETAKQRSARLRSEKHQARLKKRDARTQYDKNF
VALVKHHRQLENVWKDLERTVAVITPEEAEQPPGLNIKLLPFQREGLNWMTRQEQATWKGGMLADEMGMGKTIQMISLML
SDRKKPCLVVAPTVAIMQWRNEIEQYTEPKLKVLMWHGANRTQDLKELKAADVVLTSYAVLESSFRKQESGFRRKNEILK
ERSALHAVHWRRIILDEAHNIKERSTNTAKGAFALQGDFRWCLSGTPLQNRVGELYSMIRFLGGDPFAYYFCKKCTCKSL
HWSFSDKRSCDSCGHTPMHHTCFWNNEILKPIQRSGAQHGEGRDAFQRLRILLERMMLRRTKLERADDMGLPPRTIEVRR
DLFNEEEEDLYTSLYTDTTRKFSTYLDQGTVLNNYSNIFTLLTRMRQLANHPDLVLRSKTGLASKLLGEDQSEIHVCRIC
TDEAEDAIMSRCKHIFCRECVRQYLDSELVPGMVPDCPYCHATLSIDLEAEALEPPQSSIRMNDSGRQGILSRLDMDKWR
SSTKIEALVEELTQLRSDDKTIKSLVFSQFVNFLDLIAFRLQRAGFQICRLEGNMSPEARNRTIKHFMENPGVTVFLVSL
KAGGVALNLTEASRVYLMDPWWNPSVEVQAMDRIHRLGQHRPIIVKRMVIENSIESRIIELQNKKSAMIEAAIGKDDGAM



GRLSVSDLRFLFTL                                                                  
>Umay_XP_758770                                                                 
MSSLRPTVKSNFADGNARTQQFDSIDQGSKHRDGGRSAMPHARNDLSVHQQPKRGGQSMNHLLSFTLPPRSRPPLAGPAR
RSRRGASYTPFNKERYVNAQYRFLVKPTGDYTAYFADPDIYLNWADILQVVIPTSSALAGVASSAPITDQPREPEHEGAA
CPICLSPPTAPRMTKCGHVFCYPCILHYLTLKDDNNNKPAAPALQPSTQKWRRCPICWDAVYARDLKAVRWWDARAAARQ
HELKLQEQHDLQRAQRISELDEDSHIGTAADLKDENAPSLTHSHPDMLALRLIERPNVTTLALPQSSTWPASVLDHPLIP
VHSAPWHFQPDVMSFAKFMLATPELLIESLDKDLQELDQEIDVLKSFGTDASGLHFVALAQNKVKEQMQKVRDELDLPIV
RSSIGQARNHLRDHQATLMGQLQRTDLSRRQRKRLERSQTDEEPDSIPLSSRGERAVARDGTPEAALGAEEFLALRVQAQ
RGTISHTSSDDGSTLHKDSIASRGATDAMHKNGHTRQPKPRKNVNPPQPESSSYVFFQAASGQSIFLHPLDTKILLSHYG
AYAKLPRNLAVKVAGANEGSMNEELRRRCKYLNHIPMAADVVFIEVDWEGMDLISKATLRPYEQALRQRRNRRRDKERRE
DRAKTRAEEAELVSNQGGPAAAAAYRRQQEQLAAFTSEANFPSDGLSRSFEHARTGGGASAAEGAFASPSFRESAMFGAE
REFPLHPGAAETEDFPDSLRGTRDGLERVSISSDDQTERVGQGEASKPPRRAAPVQKTVWGTPASKSSFSNAIQGRGSDA
HGIWDDQIEDAWHELEEDYILGSTTSGRRPTGPVREGRGLNKQSSSSGGANANGAIKPPIGGRSYTWSKESRDVAPRESQ
AEASSADAPSSNVAAATKPKRVKKKLILTGGGGGRGSR                                          
>Umay_XP_756945                                                                 
MTTQSSAGPQSQPSRDFFASSPSATPGSPSKQASQASKQPDALVTPSSVTANTSVCADNLLDHHQHEPQHDAASVVIGIE
GSINDSAAIHRRRQQPRRAAVQNAKPLFLAEDEDDAINWPVADQEEGDDFFSTQLADQKVKRPARATVNSDEKDFQPSTL
SSLSSPPSETVYKRSPPSDDVQASNGPAKRPKKSWSTPASVATTKSAPRHCSPTPDPRLRHDAFDRRYIGTFVLSAWSLS
KGSSYVKPGDAVRIFRPRKKHATAEPKIASKLTNGGMQKAKQTTLNFRGASAGPTNFFTSKQKSKEKEHFIVRFSNMRGF
EVGRLPLEVAIWMSKLIDAGIAEFEGVVVDCPPSLTVGCDIILQVKAYIKFDAFFSTLLGSREFDDQNEALRPETAESDL
EKTLRERKISLLRMFRVCDLKPRLSNAILKSHKASDDFSSEAMLDQYGGDIQGAVKHAGSDLAISTENGTQLPHAGEDAS
STAIDLDVEGDTDAVAHLEIADQLQSAKRQTDGDADTEENDGTELNLNQLDQVYRKAQANDAHLPEVEPPESFVLTLRPY
QKQALGWMKNMEMAPGQSSSSQEQSVTQQGNGDTGERNVSLHPLWEEYEFPLDYDNPQANERLILSATRLFYFNPYTGDL
SLDFQRASKGSRGGILADEMGLGKTIMVASLLHANRTSDPGEESEGEINAVDAAEGDVSTKRKGSAKQTSLASAFAASTS
SVDQRKALLKASVSKGKASLVVAPMSLIGQWRDELIRASAPGSLTPVLYYADTKGDLLAQLESGKVDVVITSYGTLVTEY
RRFLDGGGASNRHLSVSAPLYCIDWLRVILDEAHNIKNRSTMNARACCDLVSRRRWALTGTPIINRLTDLFSLLKFLRVE
PWGDFSFFNSFVCKPFQAKSTKALDVVQVILESVLLRREKKMKDKDGKPIVELPPKTIVVKELEFSELERRIYDNVYRRA
YLQFASLKANGTVTRNLSVIFSVLMRLRQAVCHPSLVLKAGSKVQSGGIRKDHVDRNGEVGVGEGDHVEVDADAVEFGLD
SDHVGGNGTPSTQDLRELVAQFQLDEAGEAGDDSTESYTKATVERLIGEMHGDQATVPPVVSDGENECPICLEESQISPC
YLPRCMHSACKACLVDYLGQCKQKGDQGACPTCRKGPVQETDLIEAIRTRPATRAASGGASPTDRPGKACTLTSVPSVIY
VRNNLRTSTKLSALISHLNTLRATEAAFKGVIFSQFTSFLDLIEPVLTRYRFHFLRLDGSTPQKVRDKLVLEFQSPSPTN
HVVLFLISLKAGGVGLNLTAANKIWLLDFWWNSSIENQAIDRIHRFGQTSPVSVFRYIIKDSIEDRILLIQKRKDMLIKH
ALNTDNHPHGTKPNSEMLANLDLLFGE                                                     
>Umay_XP_756668                                                                 
MTVYGYNRKQGYRNARFGRALRHFCSAAAQVWTEIQPRIELHGSLCQIGLIFSIYLPIPSQCGGVALREASGVAQNPTFN
WPAKPGASPCVQALFESIINSKLVLFMNSDHPLPRPTVVAGSRPSSRSSSRGRSIASSGHTSRSASPAQRTNSIPRNRSA
GSSNRTPLRMSRSASQEAGASTTFDTVANSRSEGQTDVHSATNSSDLIVISSDSSDGDQEDDDEFVAQWPEHPVVRAPAP
PSDFLEVSVVRRAQPLSSTPRAELFSPPPSAGRPAEPIRLSSASEDRRVGVSADPHTGDFLVRPMPIVRPTDSTAYSDSD
GSFSIVSAQLAPSHRPRSDHPITEQRLRALNLAMPTKSPPRSKPPPIEHPLLSTYTCPICFDAPTNLSVTPCGHFFCGEC
LFQALKSQAVQRGAMEEEATLYSFGGLFASLVPGATFGAALGGVGAQTASGQVYSGGGPAGSAGGAGRGRGGRGGGGGRG
GGSGSRGGSVGGGGGRNKPDPLAGQCPVCRAKIKGAFNGRDKNGIVGLRLTMGTPVNDPRKENGQMKSDSVEKNVDLSAS
DETYDDDEVIFPTSKQAEATAKTDSFESSVADEKSGSPRGPSPVNNASGSTISTSSPMQGRCVRTRKRPRATSDTSAHQT
E                                                                               
>Umay_XP_756444                                                                 
MDVLTSVDPTASQTSSSDALHPSFFELAAQSQLSELIKPAVRYVVAVLAQRNPRYLLRIVNWFDEVYALLMTAVESHYLR
VWGSSFSENFYGLRRRKRPGLSRSSVTRATSLSIAKTESLGKREIRLSLLFLVGLPYLRAKLDDIWERNGGGLTNTANLF
GDDRTSAPSFQDSSQPLMKRLETTLMQVFKTAYPYFKTLYQFWLLTYNVRYLFDKTPYWRPWLSLMRVDVRRVGPNDGPR
RKMLPKNMPSLVRQPTKFLAVVLKLVPGMLFEALKYGLPASIFLFKFLEWWYGADNPRRRRGNSNSTSAGATQASSTTTL
DAPATLLPDLKRGVLGHVPQTIRDTLPQYKLPQIFALSSSLIDRVCQDPTDAPTHPKLLSASANERKLIHNSCPLCGAMP
INNPAVLPSGYVFCYTCAFNYVEQHATCPVSSISVPERKDALRKVLG                                 
>Mver_MVEG_01540                                                                
MDALRARLSVCREQLASNTVFNTPARKKALKNEISEIEAKMSLALGLEDDLDESDSDSTFAKSEDKSSSATTPDSIKLES
STPPSSSSSGWTTPAKRMRIKEEESSYAPPIHKLHLNTNGAIDTKNTNVKSEASGSSVFTVPDDNEKNSVLSALAETGEV
FDIDTLLKQQAEMEQRLADLKRRREEDTDESFARSIQEEEFRSSNKASSSSYTSPSFAPASSSSSDLSTVTKNALQSRLE
KARQERMDEEMARLFAESDANTFNLTGSPTKIPDPVHRPTSTPASVYPIFNKQASWSSYSQPSIAPHTPGHPIMSAFGTN
PFFATPGTSQHASMASQHANMVANARAFPQPGQAPAPGSSTTPTSSSTTPANNLLQSVATSIYDAAMEATRRVANSTIDL
TKPLIDLTKNVVEVESSGDEDGHPTHYGYGYNYGNEYGFVDDEDDDSDGEGSGWLYDYYNQHYNQQYSSSHYGSSHYSQV
RDFARNLTQDESEKELRDLLANIQSAEEEIPPKDRTGTPEGMSDDIVLLEHQKIGLTWLQKMEDGTNKGGILADDMGLGK
TVQAMALIVSRPSDPITDDTKATLVVTPVALMYQWAEELRTKTRNGLLKVLVYYGSGKTKNPEDFRRYDVVITTFTTVSN
EFATTKPGRPPKEIGTLFKARFHRVMLDEAQVIKNRDTKASIGCAAVSATYRWCLTGTPIQNSITELYSLIRYLNIKPYC
DWDEFRSKIVNPMKRTEGYSKAMQRVQALMKAVCLRRTKTCKVDGKPILELPPRNVAKVSIPFSADEKAFYDALETRTRE
RFNAYVKAGTVMKNYSNVLVLLLRLRQACCHPHLIKDFEKVQDGSQESGGGKDRVKKILDGLVDSVRTRLLERGLDAVEC



PICMDIGEESVILSKCGHIYCRACITDHLQRHEGDDRKCPECRGVTSLEQLISVADFNARFNPKPPADPKGKGIAKDEAT
EDNKPLVEVPDALDDWMSSSKIDHMIEVIRDVKARREKVIVFSQFTSLLTLIENPLRAQGIKYLRYDGSMTPNARNEAVI
KMNEDPRYSVMLISLKCGSLGLNMTVANHVVMMDPWWNPAIENQAIDRVHRIGQKREVFVHRLCIPETVEDRILDLQAKK
QALADGALGEGDVPKLAKLGLQELMYLFRGN*                                                
>Mver_MVEG_01571                                                                
MKFGKALETNAESMPEGWRPYVIHYKALKKKINAIVQELDDRGLPSPIIKTLLSKSMNGDTNRMEYSFDEDKDHVKTCIK
VVLDDLEPSVAEFGPEPLSQEDQLSRLLAHELAFLNTSASSSSSDLHEQLALSEDGDGEDGAKSPKSPGRIDLGLYSLQD
QDTEDDDDDNTCSEASSDDAFPALPNEDHDPNHQTAHGPTLAAGTPRLSMSTISSENSSVSSSSSSTVCTSPTSPSSSSP
SPLSPPPELSSPSTNNKAHRSSFVPTPSPLSQPPIQSGVEGGPSGPSGKEGELETVVTPGAKLGKSAPHPSNTRIMTTEE
DGKRVLVIELTADTAFFDQLGEEVSQLSKLQQANKTEFESKVEDLSKMLTVVSSPQNKDMYTWREILKIYLDAQVFVGDQ
ESDRSTRSSEKAQKQLQWFLKEMERSKLLQRFKLPKSKLAFNTFFQLNSELITMKQFKELNQMAMTKILKKHDKRTSLLA
SSGFPKHLQNKPFYNDNISKSLTYTIGCQLVSIIPQPDDYACPICMSVAWKPIRLNCGHVFCVRCLIKAQRKNMVHCPVC
RQHNSVLDADASNLDVALMNFLKLYFPKEIKEKRKDSSREQAAEEMELITGHRWSEVPDNACVIM*              
>Mver_MVEG_03940                                                                
MTGNHSSLNEEHFSDSGAGNLRSRHAASSSSSSASSSSTQTHHSNDNSRGTSTANRLHSSALQNEFSQAMQERHDQTLLD
KDNNHSHITREDTSQSQTLVKAIINASSVETPTAHHSLVPTPTSSPPTTISQSESNLRDTLGDSPTLESEKRTGKQPDQD
SEHGEFSCNICFDTSMSPVLTLCGHLFCWSCLHQWLEAQHQNPTCPVCKAGCAQDKVIPIYGRGKEQLDPRSTTPKRPAG
QRPEPFRNPGQAGFAMAPGQVTFSGTMLPAFMFSPFGVQYGGSYTGTLGGNGAAQTPMQAYMSRMFFMLGTMILVGILLY
*                                                                               
>Mver_MVEG_04228                                                                
MMAATMAGTLFDDDVCPVCQTDRYLNPHMRLLVGPCFHKMCDNCIDRLFAHGPAPCPTCRQTLRKAAFSAQTFEDLSVEK
EVRIRRQMAQKFNKRREDFKTLKDYNDYLETVEDLTFKLVNEIDVETTKQAIEKFAAENRDLIRINADRLLNESRMATFR
QEQLRKERQMKHEAYLRELEAEQAAKTEDRKMLIQELATSDKSAKTIMAARQAISLKKTSMRKTEVKPTNAGSATGSAQL
YSDTFWRLQQQQDEDMDRQNEDEDVGDFDPVQSQYMDVDLGVGYVNSVNNNKAHAGGLQYPLLTSSMGVKDIYVEPVNFA
SLGRVSKAGGYRAGFGYSRAIEDAHTALYTPAL*                                              
>Mver_MVEG_04963                                                                
MNNNSTIKKQNQDQDEPLYDQRGLQYVESSQTSLQCSVCCEYFTEPVSAPCGHTFCLGCITQALEVSPGCPLCRTKIDPT
ALYEVIALSRICDELMVYCPHKSLGCDHVCQRIQIGQHLKDDCIYIGTLCRVEECRKKLLKKDLSEHMESCPYKRVDCLM
CNTKVQKSQLQDHHKTCPAESVTCPHCETTRTRLRHIEHIQECPKQIIPCTLSEFGCPWTGPRFDLAAIHIPQCPYEAIR
GFLEQNKQRVEALEQENKHLRTIFHDLRPQVQLLRDQVSSLSESMQLMTGPGSFGDSMHGFMDTNQFQYSQQGVSSRAHE
SILGYDSNGESELHGLERGNGGVDTNVSDTHELLISENERIRSELETLTAGLASLELKQNMAIMTESMRMQEEVQSLRAV
CHGLRMQMHYLLLERQNPHGPPPPAGGGGVNNNGSNGPGIKTHGPAGSSGGRPLSTSGPPRRFSDGLGRQDTKL*     
>Mver_MVEG_05168                                                                
MEFMSNLGGGAQADRPSLFELIAQDKMREMLEPALRYVIAVYAQRYPRYLIRIVNRYEEFYAILMFFVERHYLREYGASF
AENFYGLKRVRAPRAVKPSKSSSIDDESVAAAAASAAMPSSIGSKKLNNRDIRKSLLFLIGLPYVKCKLDEYYEKISGGE
AARLFGDEFTQEEEDLTGQSLLVRSKAMAVKAFKKGYPYVNALYQLSILAHYIGYLYNKTPFYSPWLRLIGIEVKRMSAA
DYREIQQKAKSAPRRPANSLRESIQNNVLSLLSGSLDFLKVLLPMSIFFFKFLEWWYQSDYYRKASTAGDTAEVPPPARI
KPHPEGLPLPRAANICPICLKSITNPTALSSGFVYCYPCAYKQVEDHGRCPVTLMSCKTDELRKLYNDAGM*        
>Mver_MVEG_05968                                                                
MRPLQCPICAGLLLNPVTLPCGFTLCQLCLPPLQTIAYQLQVKCPFPPCNRGGFHTKEDIRHIDVSLQNLTTLVRTASSL
SSNKNILSEEAANARQHLQPDTLYYGQPASGWDATLDGLFDPYEPVRPSSLPSSTASSLLPLPPSSLTSSSPYLSPSSLY
KVIQPNLPMILASVQHKVQQEIECQVCFLVFCRPITTVCGHTFCRACLIRSLDHKNTCPLCRTDLPLYMHYHNQAPNKIL
SRLIQYLASSKSDIPPFANSPTSSGDHTTIAAALSTTTLSNTSGNNNSNNNNNNNNNTNNNSWNISIDESENEIEPSLAM
TPLFVNSLIFPRMPCYLLVFEPRYRRLLRNVLKTESKLFGMVLPPRQQRKHHHHNHTDGIGAWEPSMEYGTLLKIVSFEP
LQDGRALVETVGVSRFQILTYAMLEGYYTATSVELIHDIPEEQEVGLEKAVLHAVAHERTMRQETEKPGSAAESNEEQDE
VDFILGSHVAPSSPLPGSYEDIDVSTLNSNSSRRASALDLDTTTTTTAGTTSTDTTDPSLSSFGSPQDMDRPGTGQWSSR
RLLHSTADLSDLHTQDLETLSRRQLLDILLAFVSHMQDRLGPLATQRLQREFGDMVEDNGEYFSFWVASILPVRNYQKYE
LLKQSSVRRRLLTVVGWIKEIEQKRSMSVCTIS*                                              
>Mver_MVEG_05997                                                                
MVKVNFRLFEQSVKTVTIEVPSRNTTVGQMRTALGTKISTPPERLRLLYGGKQLEDSPTLFHYDIKNSDIVLVQIRLELP
SQEPLATLTPPDSAPNTPPEEPIALEAAAAPEATTKSTTNIPDDEQSSYVFCMKCKNVDTKKCKDCGCRVCGGKEDEDNT
LACDDCQFYFHMKCLSPPLETVPEGDWYCNDCYRDPNRIVGPGQQNDFANSKKAKMPSASQTKDWGRGNACAGLTRKCTI
VESTHRGPIPGVPVGSSWLYRLGAAEAGVHRPPVSGIAGTAKNGAVSIVLAGGYPEDSDDGLEFTYTGAGGRDLKEGNKR
VGQQTKAQELTGSNEALARTCDCEFTGKNGTAKDWRKSKPVRVIRSAKLKKHNPTFAPDQGNRYDGIYKVVKYWLGEGEA
GLPVWRYYMRRDDPAPAPWTPEGKDMIKKLRLVMHDPSKTDEENRVGHPGYMIPRDLLALIKKDTGNDRSWEIVRKTPFY
SYGELIRFVIEEMFACSICSSKVQQPVTTHCTHTFCQGCLKGHIKNVGENCPTCRASIEGRTLGVNTQLQAVFDRMLISD
GLGGSAVASLASESSESSYSDSPPNGNGKGKSKASAKGKGKKRGLGSTDDQDEPATRRPKK*                  
>Mver_MVEG_06152                                                                
MDSSASQASSTGSPNSHSTSLQNPPSPAPSTDVTDPSNDSFAASTPPSSNSSTSYPSNPEPGASLTTSPSPQRVTTARTL
SSSTGTDSSTGASSPTSLANQLSSFKASSGSISRPGGQLSPPQSTQSLTARRDVYLERALDRATGSTDTTHTHTISNTSS
GSNSASSSTKNSPRTVVRKRHRFTSARLVDGGVMGITAGNVSLVGGPRTDLVTRITSSSSANSVSESAAVPSSTTTTTST
ISALSASPDRKGLSGECPICMSVMKEAFITRCGHSYCYVCISQHLVEKQDCPVCRQPLARDQIFPNFTLNDFLQEREARP



RSRLRHDLLQAEYTCEDIDEMVSALTAKKRELKARDQQVELEVLLDFLRNTKTEKEEALARLNAQIHCLDSDMRKVQEKL
DNLKQQAGYQHSFGVVEEDDDQIEHGIAGGAQVPNEASEEEDEAVPAQQAGSKRSRVQLELDDKADAMSPGNAPLDSSQT
HVAKRINVNKKRVAEHFEDLQRCYFDFSQSSSARRESALSSFCSTISKFTKFSRFEHINTLRYGDIYNTSSIVSSIEFDR
DDEYFATAGVTKKIKIFEYGCIEKTGLMGTSQKEEDRMESFDAPYTSSNKKPITSVLHYPVLEMMCRSKISCLSWNSYIK
SQIASSDYEGIVSLWDAQTGVNTLNYDEHEKRAWSVDFSRTDPTQLASGSDDTKVKIWSVNQRSSVCTIESKANICCVKF
NPESSHHIAFGSADHHIHYYDLRKANEPLFVFKGHRKAVSYVKFLGRDELVSASTDSTLKLWNTSRMTCARTYTGHCNEK
NFVGLSASGDWISCGSENNSVYTYYKELRDPVVTVKFGNSNPVTGEDSLDEDPSQFVSSVCWKKDTSSNILLAANSSGVI
KVLQLV*                                                                         
>Mver_MVEG_06334                                                                
MSEKHLLDQPGWPMAHTRNDDAADEVNQHSQVADEPQQHPRPHSSQVRTLRKKSTTRQSPNGAQAIEHEDMPVSDKPSSS
LTRLEVRGRFSPTQVNSVIANPHTPSGSSSPVLEDSQNSRPESATSTPLSSWSSHANSPAKAHDDSDDASDSGMHPIDLS
YLRSGSSTPVPSTQPSKVPLSIDSGEGPSTVAAQTRHVEKEPKSQDDSNEANPIVVLDDDHFEISDDDEDDDKVEIIDIT
APARQSHYPPMDAMPRVPGSSFQEGFRLPSLRRLVSSMEPDSSSQRSQPQRSSSIMSVRLVVQDDDDDITGGYEDRYGRD
NVRIDSEVQEIQFDRYHPWAQGPVQFIVPTEQHTLEDTPEQRRLEQYEQELGRRQIEQAYDMDDNLPHVDYDDADESSND
EERHNGSQDQGLTDDEERVSEQQVEEHAQYILNLQASLGRSQLMSPPARRGIRLAGTAPSRERLLSPDQQMLSPDRRFRE
RMLSPARRSGMLPDSRDRAAQSRGRQPSVEPIRLTSPSSRSLTPRSRAGSNVSTRPEFEEIFAVPDRSSLGPSRRPSVSR
EPSILVQRTPRSHDVRYTPNRRPSRMLSQERPYLREGLTESAAIEVPDSPRPSPSPPIFPRSAVDEILGNRDSTMRSPSP
TRAGSIVRRARRDVQRTVIDLDGSPGPSPRPSPSPTTAPTVPLPSTSLTTGDSPTPLLMRASFSTPPEPLSLSETRSNFV
TEILPTDHGTRSSMVQRTGSRISQETRFSPNRRSRSRQPSQDTTARGLASLPGLSERSEQDVKKDDNGLWAGARLVCSVC
MDTVTDAMSTPCGHLYCRDCIETSLEYDRRCPQCRAPLTRGKLQSLAFYLNKTTTTITTTTATTTATTTPAVASAVAAKT
*                                                                               
>Mver_MVEG_06609                                                                
MSDKGSKRSSRRNSDADTETESESGEPLRDHDRGGSSHNTGSSSRDHSRNTSDSTRKSSTRDAPYSSTSTTKRPKRNPSV
KCPICHEIVAPGQYQQHYRMELAQLEAGVSADLTRGKRGAAIAATKQFNKGKSKGSATDNEKRGTIRDIQKRRTARQNNK
DSGSTGRPLDLDLGLVRGLDALGGGEGGGGGDDSPATCFICNERLFGTLEDINHHIDACLTNPQPAHPHHHSGQSSGHNT
PSGSMSTATTPNHNHNNRVDSFEEYTWAGQTRVRATALFEGGMGALGSGSGSRSAQTDIDDDLNVEDDEEEEYGGAQFTE
RDIVMDDDGDPDADELREIVMASSSVVQRAASPPARKVQDSKDLKKEMKAKKRVRPDRDVDIMDEGDDPGDVDDEEVDED
AEIDLEGDGQEDEEAEEEDEDEEDNVDAQLGAAFASGDTRLVIDALRAKIKHLESANRNVPSCLICLDPYTVPLTSIVCW
HVHCEACWMKTLGSKKLCPQCQKITLPKDLRRIYL*                                            
>Mver_MVEG_07832                                                                
MLEMADDVYVLGTDEQVDEGIIQFLREEDPDWSGWDEYDGQVGEDEEDDDEQPQLQPQQAPPRARQQVPQLPPLPPAQPQ
PPPQAQATQDPEERDPDFMSQSNVVVRARAGTAISSMPEPRPKNVETEESTCSICFESWTNSGCHRLVSIKCGHLFGESC
ITKWIASQTGQNGKPKCPECNRPAKRSDIRRLWSKAVVTLDTSEKDEAVAKLRKEQEARIRSETDLANSRMAYEMLKIQM
TNLQKKHDRQRSLKLKYKSEAKRLKLSNTDEDIKKFNYSLFRTIPIPGVYQPTNASQYLSYRPNEEMLICSRHVRDSFGI
SKISMRDFSNNLAGIIPIHSKPIRDVQCYRVDPFANESLVLTASMDNYLKITSAKSQQVVLGYDLKVPVWSCCWSTTNPF
TVYCASKGKQSTINTFDIRNTSAPVTTFSDPQLLGLSPIHSLTHIAPSLGKREGILCGNLSGAFVYNFESNSIPTSLSQS
ATTSYSQETVSGEKQVPLHVPGASCYSVSLDDVSMEWMASYKFLGKSFTEHLRGTLEHHDEGNMFLKMKHKVTGGPAVPC
LSRTSLFSHHDGSIHMVVGSEGVVNVWSDHPVQTPTSSFATSIPSSQDGTQPKLEMMTIRTNTSTLQMRDPVKDVKPVVV
GTNEYLVALSDRSIQLYQWSEVKSFNSQLSDDDDDDYDESFSQIQSAIGNQGSSNGGRSTAGPSSRSHGEGSNSQGSSQQ
DAIHLD*                                                                         
>Mver_MVEG_09459                                                                
MDFDITDPSDWPKEFRPLREIDSHLRCPICKEYLRAAMMLQCHHNFCSECIRRHLDKESTCPACRVSTSTSQLRRNVSLE
EIANNFGDVRQLLLKTVTESLEPKSAQVSAIERSESMDVDDLTSQQKRRRISGRVGKAPASQRGHTYESDDNDQDDDFTM
HSQESASGRKYPTRSSMGPVLRSRGGRSETTPTVGAPNTFSRPNSQSLSQEHTSTLDQSPPTPVKESTIKHTLVACPVCA
AAIPEAYTNTHLDKFCFQEKQDPVYNIAMSIVETYSPHAIAAYEKDGSSKNSSSVPASPQRSTLQSAFSSSPVRFNGFTQ
QSSKLSVQSGSVPIPEPKRLPKLTYSVLNDKQLRKKLQELGLPTGGDKQLMQKRHAEYLTLYNANCDSTRPQTNAQLLKA
LDNWERTYVRDMNAKDTQRRAQEEQQQRFAHELAQQKQQDDTASTDPTSLPSSQSSNSGATSAGFVPNQANNNDVSVAIA
SQVAQAHKLKNAQSYSEMIADIRRRQQQEKEAKAKAAQEANDALSSSIQPPPQEEL*                       
>Mver_MVEG_09737                                                                
MSSGSLSDDDFAGSSDFDEEYDSDDGSDMEYEQAGDVGFSDMITEKQRKKAYEVDFSVMPLTDILSAQSSASNHVAGILG
VTLDQAGTLLRAFKWNKERLVERYMDNPQEILDQAGVVLEEDASPVVKRPKGFVCMICFDDSSSGPALALRCRHVFCQPC
YEHYLTQKIVEEGECRKILCPESGCSVVVNEQTIKKAVSQTVLDKYRKLQDRAYVADLDILRWCPAPNCENAIECRLPHS
SFSSIVPTVMCSCGYKFCFGCGLGDHQPAPCGLVKMWQKKCADDSETANWISAHTKECGKCQSTIEKNGGCNHMTCRKCK
YEFCWVCMGPWSEHGTSWYNCNRFEESSSTDARDQQAKSRASLERYLHYYNRFANHEHSAKLDRDLYTKTEKKMEEMQRT
SDLSWIEVQFLKKAVDVLTSCRMTLRWTYAFAFYLAKNNITELFEDNQRDLEVAVEALSELLEKPIEREKIAELRQQVLD
KTVYVGSRREVVLEDTAKGLAEGRWEFFTEFAKV*                                             
>Mver_MVEG_09955                                                                
MREGILFLLIFLWLLSGDDAPRTDYLQKILHQLHDEADMCANKTFRTNMTYPIPEAVSAELTSLFDLENKRPRMHYYHNV
TGSFKGTWSYDKDITAMIDTELPLPPAPPEAKNGTDTDGGAKLDGVGSGEGGKEQQEDRGNNSTIASPGSNNTTDPEPGT
IVAEEPPLDTIIDKKPKYLEDVTKNRGLFDFNKSGSFMFNIRESKATEQVNLVSGTWRLKHDDNEDFGISLQVQGVHFVN
NGSFYMWGIPEDARMPLSHILDLMPNNSSFIMAAAALKEQYLKRIKRVENVMHGYENLDYPETTMSEPSSCHYQMYMQLG
GIDSSVRSTSLKELEREMATPQGISTIKAPHLNSTLFMYSPNCRIAIGIKDGEGMKREKFFAKAVNYAGMAGTIAFIQVF



LLVRQMEYTPTPSSVSKVSYWTIAMQVFMDSYLCMLHLTTGILVDFLFIPFVAASFFSFVLVAMFGMRYMLVIWRIQRPE
RRGRRNRAAAAAAASANNSSTGSSTGVEATAATATNRPTDTMPGGLPLPVTATRPAAPEPDSPRSDMQALYGRFYWMLIA
SLVTLYKIAISSTRVQNLMISACALLLFSFWIPQIVRNVIRGSKRGLSLWFVLGMTVTRLVLPIYFYACPENLMGHEPTK
WIWGLVLWVALQVAVLLLQDWLGPRFFIPKKYLPPIYDYHPIIPAGDEESGQSITGHTHGHQQDCAICMLPIDTASTSGH
ARLSSVVGSLGRLNYMLTPCGHLFHSDCLERWMRIKLECPNCRAFLPST*                              
>Mver_MVEG_10001                                                                
MSSTSSPPSNSADRSQTPLSGHNHTHADNHPHSHDTTPVPPPAFNLALPSASQPDIIRANQKDSYYQQILNDQVKDAVRE
IFGSRTQHMYQTEVEVFSDLCYYSLTTLLGMQTLGEEYCDIMQIRNSTNTFPSLPRRSALVFWHVLVPYLYSKGSLELRK
RARPQHHQQHRPGHRLDANLSEEPKKEPSQALVRLKGFVHNWLPTLQNFFKTHGHSAHLAVFYFFGAYYSFSKRVTGIRY
IFNRKLSPGEERSGYEVLGVLIVIQLVIQFYQWRRQVAVEAQEKKASELLVAGSVLGEKNTAVEEEEEEEEEMEDDFTQT
TAEINVRKCTLCLDPRTNTTATPCGHLFCWTCIREWCQNKPECPLCRQHVQLSALLPIYTKLY*                
>Mver_MVEG_10564                                                                
MSEADTSTAPNVPFFKKRAQSKNVRKRNLSDDDEPNIATSSTSSSELSSVSMKRSSKRAPQTSHADAFQASSTSSANRLA
SKEDADKTVGVSYKASLEGNVRIDDATRTQEIDTAYDRDAKAVIDRHMRAVEAGVDDPVDSGLYKGMAGYKSHIQKGETT
NSKIKVGPMRASANIRVTNRFDYQPDICKDYKETGYCGYGDSCIYMHDRGDYKAGWQLDKEWEEEQRAKKVALIEGLDDK
DESSSDDDDEVPFACLICREEFKHPVVTKCNHYFCEKCALKRYAKTPKCAACQTPTGGLFNAVSKDFMKKVAERKAKIED
AARRRAEDDAANAVGAAADGVAADEEDTGMVEDLSVVGMGGVPTNLPGGGSDDSDDDDSD*                   
>Mver_MVEG_10718                                                                
MVPRHLSELADILGSDVDVAILEKLHAISKGDLNQAINHYYEGSYINATVPPPPQEQQLQQAHNGSVSPYMFGTSSPPQT
IKQRLESPYLQFRNTTKKDNNNNSNSTTDHYTSTSSSSSSGNKRKLVESFFPKYLGEITVVAYALGGMVKVQAGETVLFE
RTRPNPQLQLGRKKKGTSGSSSSNTGWNGRALKENNVVRFTKETGFEIGRLPADTSRWVAKLLDYGLAEFRGTIIYTPGA
LSTGTEIILSMKCFITAAAFVALGSNSKLALKSKASMTIMNESLETEDELDLKYRKFAVNAMFRDLALTPIATNSSVGPR
DRNIEIFTSTPEGSSSQLDENGEEKEEEPEVSDKELDVLYEKAQQHGREFAPMDPPDSMTYTLKPYQRTALAWMYDKETR
VGSDNQHQTLHPLWEAYEFQKEDGYEPRSDEPKRYYLNPYSSEMSLEFPTSDQVCRGGILADEMGLGKTIEILSLVHANS
ANRADHTTQAFSRLSTSMSSSSSSSSEQPKRTSPTTLIVCPMSLLSQWRDEAINSSDRKLSVEVYYGGTRSWSDETLMQF
NAPDVLITSYGTVMSEYSTYMSRKDGDGPLTLDDVKAHNGWRKGSALFNVDFHRVVLDEAHQIKSRLTKTAKACYAINST
RRWVVTGTPIQNKLEDLFSLVHFLRAEPWSNFSFWRTFITIPFESKDKDKAMKVITSVLEPLVLRRTKATKDENGNPIVL
LPERVIEIEYLRFSEQENDIYQALFKDGKTKFNHYCRAGTVLKHYASIFQLLMRMRQVCDHPVLVVGRHKSGDPNAPMDI
KDGPIQLEELMAKFSSAGGESGESFGASVLQGLMTGGDETSECPVCFEDMADGVLMPCMHSGCRSCVMEYLQRRDDKGEQ
GECPVCRHGPITEADLIEYTTTTSSSNEPIKEERSDFVAGNVLDFGQGGSSTSNNNSSRVVQIRRNNFKSSAKLDALMRH
LNQVRKDEPGTKSVVFSQFTGMLDLAEAILERDGFQFLRLDGTHSQASRERTLEAFKAPDHPATVILISLRAGGVGLNLT
AASRVYMLDPWWNYAIESQAIDRVHRIGQTKPVLVKRFIIEGSVEEKILSIQNRKNALASGLGMTKVEAQGARMEDLQEI
FS*                                                                             
>Mver_MVEG_11464                                                                
MNVNAASFSPQGNGGDKATGSSNFRSSLSGALTSQFSSQRAHLPPKFPSEQRSLPGRGKNQRQSSSKRSGHDREISRGAN
NNSNASIGGSSRSSSSSTFATDLLVTSMSQLNTNEKVKGSNRKNQVSLNHLLNFSFPVRAEPQNMGPVRRRRNVGYQPFN
KDKFINANFRFLMNPGSNYEVFTMDPDVRVCWEEIEQVLIAVPQSCPICLQPPVAGRITKCGHVYCFSCILHYLALSESN
KAWRKCPICWDSIYEKDLKSVRTVHGDLDVFDQGEKEIAKQIASHQEVQLEMRLIQRSMNSTLALPRSKTFPFPENVLPL
ELRKQPPLEFYPDAMIFSRLMISTPGRIIAELERDIQSIEFSMEEAKSYDTSTQSEEMVFFEMALDKIREKENKIREDTK
FFPTDAHSRERILRHYLEHGTEESSAQATAQSNETVPTTFTDSVDTGACHAENSGNRESNKVTSTAGAALAPTTIVGQVD
PRTEYTAHDISDVVHFEPKSPGHRQEKTPNQVTSVYYFYQAANGHHLYLQPLDIRILKQHFEMYEQFPDTITVKVLGIEE
TSLTEEVRKKCKYLGHLPLGCEVSFLDVALEGIVGDEGVKAFESELRLRRTKRREKEAREERERLEREHKLNPPNPRRDD
FFANDPFFHVEAGANGMAFSGRKNSEADLQEAIRLSQVALEESMPTLSEAHARTTGRRSSLSMNNGNESGAKSIPTGSGS
SFVALESDPWGSSSYESNTSTATLAGSSLPATSLSVATSTHAGSSTVWGTPSVPASRHHDDYDDYYEDEHDYETEVFVKR
GKKKVAVLMTNNSLRHRRQ*                                                            
>Mver_MVEG_11945                                                                
MSDDNNPPTLDLEDQMADLPEEDDIMEQHPANDETLVSLIALNHAHDTIKLTRSKTTLGRNQDKCTPGAILTGRAISGTH
CQISSRSMKDADAAIWVTDLSSNGVWVNEKRIPKNEATKIYNRDIISFTPGVPGKDSHAYMLMDKRAQTGSKEPTKRPLE
VEEPPRHTSLSKTKPEEKKQKLDLGKTGSPTDGKSKEEKEKEDTAFEREFECGICHEIMHRALALQPCLHSFCRECCKIW
LRNNKICPTCRQDVTRTKRDFKLNNLISLFLKTRPHMARDDVDEEDEGAESDTSNIMPEPPRQRRNNHYIHNDDEDDRDE
YDDDEDEDEDDDYEDYDDGFPRFFFRQPTTCPCCLPNNNLGYVCPPDVRLVPLPDNTHYQEYVVRRMVQPGHSQCTDCRN
HIPVVNDTVPAATANKFRCKMCHTPNCGCTIHSVEDKIASRASLYHFLNSYEIRVILNYLDTQGKTTDDLWQEIKYGMDN
GTLYYIGTSEHPAAPPSRPGNDDEGDDQDNGEGSAGPNSNTRQAQDGSSSTAPPVPALAAAAPPPLPMPLPHFGAPVPAV
DGAVQATRGRTVTSSDKLCHQCSIKFFNNGPLYQWRKSLDPTRLPANVTSREPCWYGRECRTQHSLANQAHAMRLNHICD
KTNRRR*                                                                         
>Mver_MVEG_12267                                                                
MPPKKVPATSSPTTRATRSMRGQSIVSNASDQSSVTTPEGDSSQLNSVSSTPNTSISMMKLEDLSCDDDDFQPVKPSAVA
LGKRRKVESPMPVSLKRTRSSGSMQLSQRLKVEDTPDGSIDDESINLSQVKSENSSPSPSPISRRTTRISRSRAASFDAK
KPVVTASSSFSAKTPKSSKPPAKLSTKTPKPPTMTPAKTSRAASQKARAAVAAQVKKDESASDSDDEEEGDSDAELSEET
DDSDDDSEQDEDSSNSDSGSDPPPVQVVRRRRTARRRGDQLSWMEKVNLQLLTFHPELATVWDELADKVSVSAPELADQP
EGLRLKLLPFQREGLSWMRKQENGLFQGGILADEMGMGKTIQMISLLLTEPGKPNLIVAPTVAIVQWKNEINDHAPSLKV
LIFHGPNRTGSMSELTKHDVVLTTYSILESAYRKQKYGFKRQGMTVKEDSLLHRIKWHRVILDEAHNIKERSCNTARSAF



ELESDRKWSLSGTPMQNRVGELYSLIRFMQADPYGYYFCKKCPCKSLHWRYSNKKDCDDCGHRPMDHVCWWNNEILKPIQ
NHGTQGVGEKAFGKLRLLLDRIMLRRTKIERADDLGLPPRTMTVSRYLFNEEEEDLYESLFSDTQRKFSTYVEQGTVLNN
YANIFELLTKMRQMVDHPDMVLKKIKPGQVGLIETMVCSICQEEAEDPIVSKCHHLFCREDAEQYVTTSLAEAPECPVCH
IPLSIDLQQPTYVKDETEADAEVRHKTFARTSIINRINMDTWRSSTKIEALVEQLFNLQREDRSTKSICFSQYVTFLDLI
KWRLEKAGFKCVKLDGHMTPSQRDASIQKFTNDPNVTVFLISLKAGGVALNLTAASRVFICDPWWNPAAELQAMDRIHRI
GQYRPILITRLIIENSIESRILQLQEKKQAMVDSTIGKDPAALARLTPEDLRFLFVN*                      
>Pbla_Phybl2_156848                                                             
MEETPKEDSQTTATAQTLSPSIISSHITLPTALPTFASTASTAATVATATSATTATTASAHIPAINSADTLFTASAPSHA
ATDSTVNSAETVESEQVRTGPVLIQHKQQNTTVTNELRRRIVVTSLNEDTTGEGGSMPTDASLPTSQEHDDTINGGGFYE
CNICFDTATYPVLTLCGHLFCWSCLGQWLNQQSRNPTCPVCKAGCDREKVIPIYGRGKEEKDPRNDPSIPTRPAGQRPPP
LRDPNMPSHSFFGQPLRGRGFNTGNVAITAGVGFFPFGIAFNMPFNGSTAIHGQPHSNGFLSRLFLMIMSLFIVGLIFS*
>Pbla_Phybl2_105231                                                             
MTPRLTDEETQRELRELLENACNNEYEDTDISEDRTGQPERLSISLMEHQKVGLQWMKKMEASKNKGGILCDDMGLGKTV
QAISLIADNNDERIKIKATLVICPVSLITQWEKEVLTKTDPPLKVYIYHGAARAASQAELAGYDVIITSYNVVSGDFPKK
EAKETRKEQKFKRSLNNLKFHRIILDEAHTIKNRRTRMAEACYLVEATYRWCMTATPIQNNVEELYSLIKFLRIRPYEEA
KKFKEEISKPLKRGRHAEALKRIQILLKAISLRRSKKATINGTPILNLPERNVHMTHIDFSSSEKEFYEYINSKAQARFN
KLVAEGTVMKNYSSVLVLLLRLRQACLHPKLTLEDGPDNKELEEHMSMIVKEMRPTVINRLLENESNLIEIMCPICLDTP
DQAQIISSCGHILCRECLYSKNTNLLNTTEGAMKKCPECRGQLVKDDVVTVDRFLKEHAPEKYEELLKDGFSEETQQKVQ
DMMMSSKIGKMIEILKQTKKDTRGKDKTIVFSQFTSMLDTLEEPLEQNNFKYVRYDGGMNVRKRAEILERFTEDPKITVL
LISTKCGSLGLNLMDIWWNPALENQAIDRVHRIGQTKNVEVHRIFINGTIEDRILQLQKSKQSLVDGALGEGTGQKLGRL
GLEDMMYLFRDGRIPPSMGGTPDFILPATASGSGSGSGSGSGSGSGSSLASSSNNPQ*                      
>Pbla_Phybl2_162799                                                             
MNVNANVFVPGGSARPQPSPPTQSTSNVKKPRRPDSAQKTRNPRPLQRAQHEPRSSHIIENVTQDLEAVDLSGSKEKKGK
VSLNHLLGFSFPERQTPSSPSPRRQKTTYQPFNKEKFVNANFRFVVKASSDYQIYLADPDMILDWQSIEQVVITDTTPSC
PICLSSPVTAARITKCGHVFCLPCVLHYFASRENTRKQWHKCPICWDAMYLKDLKNVKSLIPRAVLSKTISGIQQGDTVQ
LSLLLRPGPSPLALPVSDTWPISESLQRQATVLPWDTTPQALAFSRLILASPDYLLAMYEQDKHELEVAKQDTIGWGDDV
KYIEEAIEEVVARQREARAYGTNGVRLLEQTSALVWNNNSYSSDNNNYNNYNNNNNNNGQYRQAKDKGVSTSSLTDYYFF
QADDGQHVYLHPLDVRVLKHSYREYEHFPKHIEVVATGIEETTMTEDLRKRCKHLSHLPLGCDVTFLEVDLKRLVPKESL
DAFEHELTTRAKKRKDRVRREEKDLKIAEAKQKKQAQSSRQENQQLIDNDPFFKINQPMSVEENEAMLAQAIAQSAQESS
RGPKTVWGTNAVAQEEEQASNEWSEHIKVTVKSKKKRGKK*                                       
>Pbla_Phybl2_106941                                                             
MDDSQGKKEFEVEYTVKDAASLVEMQAQSIDLVASVLGIQKRYATSLLWQFRWNTEILFEEYMESPEKALEKTGIKTMEE
IKLLQKKRELGSQSEEFECKICFDDDPEMMTVGVGCGHRFCIDCYRKYITFEITEGNNRNITCPQEKCNAIADTETIEAL
MIKDVYEKHKLFLNQLFVQDQASMRWCPGIDCEYAVECNIPSTSLVSIIPIVKCFCGHEFCFGCGLSDHRPAICALVKKW
MAQCAQDLETLSWIKNSTKQCPKCEALIEKWGGCNHMTCKKCRHGFCWVCKEPWRKHGLDAYTCHKYKAESVNSDDCSKY
ARRNVERYLHYYERYMNHQTSARLDNELFRRKPIDIKEIEEMEEDGTLPCFRVKTLKDAWEITVKSRNTLKWAYVLAFYM
KETNALDLFEKNQRELEMAIESLSESLGSGNGLRYDVGYELILDKYTYAKQRLQNFLDYISTEIFEESIEFTVDLRQ*  
>Pbla_Phybl2_14601                                                              
MSALGSGEDAFRPSLFEIVAQEKLRELLQPAVQYLLAIYAQRYPRLLIRVVNNHEEFYSVLMFFIERHYLKEWGASFAEN
FYGLKRVSSAHLASRPKFSSVGPETTPPLSSKEIQRSLLILVGLPYIKCRLDLFYQRISGGPSASLLGDNEQEEREREQL
ADSTTPFARILVIRLTRLFRKVYPYINALYYGSNLVYNIGYMFGKTDYYSPWFHLIGLQVKRMSMSDYAATSGQAKAPFS
LFKKPWKAFPMVFGKLIEFLKVLLPMSIFFFKFLEWWYSSEFARGGGVQEESKATIPPPKNTKASSTCPDPRGVPLPSTP
NTCPVCLSQPIPNPTALPSGYVFCYTCAYHYVEEHNRCPVTWQRTPQGVQDLTKVYADNL*                   
>Pbla_Phybl2_140048                                                             
MANPTLPMEFPRGAQPDISKANQKDVYYQTILQEQMKSACQQFFGSRRQHQWQKEINAFADFSYHGLTTLLGTQTLGEEY
CDLVQVGPSNTFPSVLRRASLVFSYSILPYLYQRTVAHLKKQRRRGQLKEDKPWKQHLAWIVERTPSLQEIFSKNIQPLH
LALFYFFGTYYSFSKRLTGIRYIFTRQLGIHEERMGYEILGILIVLQLVIQTALAVRKRAVRLKEEKEKEKEREKIDSLP
SAKVEEDDFDFMDKFEEEVESSLVAPKENQKCALCLEPRNSTTATPCGHLFCWSCVVEWCENKPECPLCRSNVNISHLIR
LSNF*                                                                           
>Pbla_Phybl2_179618                                                             
MSSSSTNPDPAIPPQTLSNAQKSRSTTKRRSKGLHRELQFLVDDNGKRAKRDQPKCPICEHRIDPAHWEIHFNYELERLG
QLESDIYNNPLNKNRGKRGAAVVARQQLEKTNHKKRAPSAYESTLEKIQKNRAHRKEVLQKLDSPRQLEDSAAAYDETLA
LTRALYEEEQGSRQDSNSNSSAQVCFICNQALHGDSDAVNLHIDHCLANLNSSVEPEDTEDEPMIDNTENESRENSGAGT
SPLSARWEEYEWAGQTRVRATSMMEGGYRGAGFATTSKEEDVDEDLDVEDDDAAQFGESQYTERDIVVNSDDDNENASAL
REMVSGGMTRGSTATASVQDGDEGEVDSPRSGFEETVSDAGWERHLTHSNQMNSNSGQSRLVVDSLKARIQQLEAASRSV
PRCLICLEGYKTPLASIVCWHVHCEQCWLQTLGSKKLCPQCQKITTPSDLRRIYF*                        
>Pbla_Phybl2_67999                                                              
MQESNVDLRSLNYSEPNPNLICCVCQTPFIDPVISPCGHTFCQSCIYQAIETSPHCPIDRAPLEISNLIPAVKIITNMVN
ELIVQCPRLEAGCDFEGQRQFIQNHLDHDCLYSSTACQMEECKELFYKKDLDCHTATCQYRTIECLMCKKMLRAIQLQEH
HDVCPAELIQCSHCSTSHTRSEYTKHINTCPLHPATCTHTQFGCTWAGKRHEQDDHAQTCAYEAIKHFLFKQQHTERSLR
HDLDQLQQENQRLRNQQDYLREHVQLTVDQLSLFFPSHFPSQISTLATDNTYTHTATTDTTTPTVANNSTTSTTSTSISS
ISSSPYSYLQNGLPNSSSSSSSSSAVPTSSSTLQNPIRPILLADSERLETELETLNANLISLELKQNMALMTETFRLQEE



MQSLRAVCHGIRMQMHYVMMERRESMMANASSTVANTNASANTSSSTTVAGTNSTPGALPALQRMRQWLETSGPRQDTKL
*                                                                               
>Pbla_Phybl2_59810                                                              
MDDFDDPSDFSCYDLQELDKHMRCPICKELVQTPMILASCSHTFCAGCIRRSMVRELCCPLCREPTNENISVVTCPVCSQ
TMLMSELNSHIDQCATSDAHAFHPFMPRVTHPQIKCAGNPPKKPTKFVYGMQSDKDMRNILKDLGLDTHGDKRRMIWRHK
EYSLLYSINEDSRNPLDARELRQKLKTTESEYFSTQKKIPIATIDPEEYNILLTKKKS*                     
>Pbla_Phybl2_11897                                                              
LLKIQLERDSDFFRFLLDELARATALHDVEQKKFSETVQSLGDELCQMTATNKNDMYTWREIFKLYIEAAIFQDIDMTKD
PAKESRKRLEKFKDNLLDRLLESNFVLKESKSILKHFLVINYKLIDFQHFQNLNRMAITKILKKHDKKSGLSATEEFSAF
IKGNVVFVDGILLSLCQAVQTKLITIVPQPDEFTCPVCFYLAWKPVRLKCTHLFCARCLIKAKKNNITNCFICRSENAIP
EATAGNLDTTLSKFMKLNFPQEIEEKERDNAAER                                              
>Pbla_Phybl2_111395                                                             
MSVGPQRAPANIRVTARFDYQPDICKDYKETGFCGYGDSCIFLHDRGDYKSGWQIEKEWEEAQKGNKRFGGSEPGEFEIK
DGDSDDDELPFACLICREEFVNPVVTKCGHYFCEECALKNYKKSLKCFACGLPTQGVFTTAKNLLAKLAEKKKRVEGEDV
EDDQKDGETAIEGLTELSDSDEDSSD*                                                     
>Pbla_Phybl2_145270                                                             
MKFAKQLETESEDIPSAWRPYLIQYRTLKKLVAKVADEIENRGLSATFLRETLCKPNLDQDADDHASVPKINYYFTGEPP
NVRPCIEFTYNSHSPRIHKLLTRLKDKDFISDDESQDDNDQETSNGNKAVKISKPASKAGTPGLEYKGSQNDTDFFSLSR
RVSNPSIRPEIEYKGTQNDTDFFSISRRGSHSSVTIDDDNRLSRRESDTVILIKELMNLAVHDQERQHMMHAIAEEGLNI
KETQNTGEPDEIMDCDEEISTDDPHMKTLVLELEQDDEFFYTLMMEMDLASKLQATTSDKFKLDIDGLESQMAKVAAPSE
KDDMYTWRAIFNIYMDAQIFKGKIESDRTMRSVQKSKQQMTWFMNQIESKRLATKLKSKSSKIAFEQFIGVNTALITMKH
YQALNHTAMTKILKKHDKRSGLTASQNFPEIAKVKKFFDQKMAHILCALLTEKLISIILQPEDFSCPVCMWVAWRPIRLV
CGHVFCVRCLIKQQRAHMDSCPVCRHPTAVKLASAIDLDLPRQNLLKQYFPKEIKQKRRENEREQAIEDVQAMTGRIYTE
EQLMQMQRHPNVLLPPLSLLVALQSIQMGCDK*                                               
>Pbla_Phybl2_181600                                                             
MGARKDVLIEGPCPDLFCGLCQDLLDEPIQVRCPEDHIFCKRCITNYIEQNDVCPFCQTTIDPTQFQPSKFVMRQIGRLP
VYCVYRNTGCSWQGLFYEDHSNQCEHQPADCPNKEQGCVDILRTMDLEHHKSQCTYELISCPNHMPGCTPFLRKDILIHE
RQCRSYPCTYAAEGCPFFGTLQERIAHEDTYCGKLHSRLLQLEQECEQLKKLLSEQRVSQNTLLQSAPSMLQSSDEQIRP
ESIQNDSTMADLDLLHQVLNNDAFPAMSFLNNTNSSTTNSTNNNNTNDTNNNINNINSIKTTNIDTTTHPIHTNEFMDFS
ISLPGFAFPTNLTTSPPIPAPTQLAASSAPKRSSNGKRIRYSKNVRLAHSALRIARQQGTYHENNPDNLHTGDAILQGLD
IAGSASGQRVDKSLLATQSNVELKDLLTQQQGHLPNVSSAPLSGHQFPLYDLDEMAKFLSEMPMPADSNIPKPCLESAVV
EKTVPNPSQLTNASTAKSRKDDTGSTSGTSTTTRKKKASAKDRKKEEPEQSLPRSPPNPGSPNNHASPPSTAAPKRRPMF
VLASSYLTNYK*                                                                    
>Pbla_Phybl2_86385                                                              
DTIVRFTTLNGQEVGRLPKDVSKYVARLLDRNMCTFKGKVVYCSPVLTVGEDIIVQLNCYFSASAFKDKEPNNPSNLFFQ
PVSMRTKETDEKYSRDGALALLGILRGVGLRPSRSAIKTMATNGDESQIRDLIEQAVSTMDQPATEEKEKGVEDCDEDDD
KKEVTDGQLDTIYEKAQMFDAQIQPMDEPESMSLCLKPYQKRALAWMSLKESTTYEDGDVDMRAMHPLWEEYIFPTDPDA
PDNVTRHFYMNPYSGELSLTFPESNSRERGGILADEMGLGKTIEMLSLIHANRFKPGMLVPTPKKSKSPTTLVVCPMTLL
AQWRDEMIRGSKPGTLTVDVYYGDGRNSGTRSVFNAWDGSAPDVLVTTYGTVMSEWEKPDSKLFNIEFWRVVLDEAHHIK
NRQSKTSQACCALKAQRRWALSGTPIQNKLEDLFSLVKFLKHEPWSNYTFWRTFITIPFEKKDPGALSAVKRVLEPIVLR
RTKAMRDQNGDPMVSLPEKKINIEYLDFTPQEQEIYDSLYKDSKTKFSYYCASGKALSNYASIFQLLMRLRQVSCHPSLV
LNSKKSGENSEIMTENGGIVSLEDLIEKYSKDGGDAPVKETPSYSVGVLQNLLNRTAMEIDNECPICFEIVDSMIMLKCA
HMACRPCVMDYLQKLEDSGVPGECPICRQGPVSQDDLLEVSQVQKESGQVSDQDAQNGAYSAAVNVRRAVGGYKPSTKIN
AMLSHIRLYQSEGRKTVVFSQFTSFLDIIQIALQEANISFARLDGSQSQAQREKVLSNFSSENKEQKTDVLLISLRAGGV
GLNLTCTNRVLLMDPWWNFAVEAQAIDRVHRLGQTKDVVVTRFIMKDTVEERILEIQDRK                    
>Pbla_Phybl2_188341                                                             
MASESEDDFMLEDSRDYSDMDESGFASSMSDNEDYADEEDDVAFDGVFADKQRKKAYEVEYSVQNSISLQKMQDQEVSQV
ATILGLPTKDSTMLLRYFRWNKERLFERYMDNPEKVLQLAGVAENAKQGSSALILAKNIPGKGKFMCEICCDDDPEMETV
AIACGHRFCRTCYAHYLTQKIREEGESRRVECPQDKCNVIVDEVTVEILVDDKTFSKYRELLNRTFVDDSDHLRWCPAPD
CEYAIECNIPSTSLTSVVPTVQCTCGLVFCFGCGLADHQKWMKKCEDDSETANWISAHTKECPRCHSTIEKNGGCNHMTC
RKCRHEFCWVCMGPWSEHGTSWYTCNRFDERSSSEARDSQTQSRASLERYLHYYNRFANHEQSAKLDQDLYQKTESKMEE
MQQTSDLSWIEVQFLKKAVDVTVQSRTTLKWTYAFAFYMTKTNETELFEDHQRDLEMATEQLSELLEKPLERERIAELRQ
AVLDKSVYVKLRREILLEDTAKGLLEGRWNFFVDLK*                                           
>Pbla_Phybl2_68198                                                              
MTISFISQNLSRNKQAEHEFPLMTHCSSSQFRTTLKRIIPDGAVGSEECSPNIHSLSSLLSSKQSDTLKATDKDCSALNK
AKSNSENKADRTKTRHKRLRKQSLSLNHLINFTLTEPPVPSHIPCTSMSSQSLIPHKRDAFVNANYRFLIHPDSRDTVDV
VNPDTNVDWDNVEQVVVSAANCSNCPVCLSTPSVPRMAKCGHIFCLACISQFFTVQANPYRTERGCPICMKHIERCDLRC
VRIIDCFAIKSDKKMSSDDDESDQEDKQDDEQTDEEPSVKPGQTVDFCLLHRKSDYVFVQPVPEDSTNTSFRSNISKKIP
FVSTKGVLEFSRYMLATRKHMEAEFEREQSTLEIEAIESLTLKDANQLGTVTKCIQEIETSNEGLSQRYSTDSNSTSMSL
AKTRASWAAGYRRATANPTRPAGVGQDYYFHQAVDGQYVYLNSLNIRMLRHEFGDYCNFPKRFSLFVLYTEEATITPELR
KRHKYIAHLPLYCNITFALVDLSGVVSEPTLKRFENDMAQRLDKQSDEPVDVTRSSPTSKNRRNTTNSNNNNYDEDEDED
EDEDCFYYYGTPSGQNQNRSRSRNRNPTTQSPSPSPPQSSSASPLQWQDQSPVGSLVARTLIASLANPAPTSDSRFEADS



DDEDLKYVLRLSAAEYASQQEMRQANRAETTETTGSAN*                                         
>Pbla_Phybl2_69285                                                              
MMSLRRNKSLHYDQELISNDRYIALCQDLFSDPVSFIPCLHTYCLQCTKNLSRANSETNCPICREKVQGVRKNFMASSFL
RIYLEVNLDIKKMKNEESGISSESPNARSTAAIMARTFQAVEYDQFRWDRKNFAVTDYKPCRSCIPNNPTGYMCPVPLEA
GYATSELNPIGHLFCTFCQTYMPARGTFGMPALDQACSFCGVVACDSYWGCFNHSHEAKLFLLKDIGDLDDFEQIFLTKD
SSLSSPEEGYLNFVEIKYLKAYLKDNKISWKEAWKSCTDMFDSQDYICSAASSLTLPAQDICRQIENAGREHFTSINVIA
PRGNTIKRPQKPHEPTTKNINSTPTSRTTSNTSIGDRQGRSLVEPGIPRNQVSSRLNGFTDENHPSGHLMACYSCANDIT
NGQLFGYWKNIPVESLPAHIGLRDVCEWGEECTVQWAEDGEHAKQYSHVDHI*                           
>Pbla_Phybl2_137151                                                             
MIKQTYDRLSPTWHTISATLEAFPRSTKRSHDDVDIDDEDELITPKRTKVVLITPESLILQLHKCPSCQSNLDRPTTLPC
GYTVCHTCATASIRKCVSTDCTRSHTAPSLINVTLKQMQASILTLTLTLDELRSNLESEMECIICCNQFSQPATTSCGHT
FCHGCLVRSLDHQRACPVCREPIASAPPVTKILCDWVYLLYSDTSHEDVLMEDDSNLIPILAGALAFPHNRCVIHIFEPR
YKLMLRRIMDSQRRRFAMCLSRRRKPNVSSATQAPFFEYGTMLELTHVQTLPDGRSVVEAIGSHRFRVLSHELVDGYHVG
KVERVDDIDAEQEQAKERRQIMTAGAMRAQQPQPLPQSQAPIQPTAPRTPQPYRPNIPQQQRPMPFSPMGRPAPRTTVAP
PSVGAARPYSPIARPGLPNSRTPLHHPQHQHSSVSASASAAASAAAPIVRPTVSAMGIGQRQSWASRAHPQIQTTSKAPW
LQMHLQGVTAAQPKPQRVTPTLVVVPAAISTKSKEEETTEDLLDQLASFVESLLEHQRSTPNDRFSQWLAALGDPPVGRG
PNRDRVVFTWWVANMMPLDEEEKSKLLAMTSVRERVLTITEWIDKFKDQWTMRLSKDQSSMAGTGQASCAIS*       
>Pbla_Phybl2_42121                                                              
MRLSSQHPELDTVWKTLEETKALPVIPIDQPAELSLDLLPFQKYGIGWMVQQEKLNDFKGGVLADEMGMGKTIQTIALLL
SDKKKPNLVIAPTVALIQWKREIETHTNNALSVNLFHGASKLDDTESLEKYDVVLTTYSTMENSFRRQEFGSRRKGELIK
EKSIIHKIHWHRIILDEAHNIKDRSCNTARAVFNLNSNFKWSLSGTPLQNRVGELYSLIRFMQADPFSYYFCTKCPCKSI
TWKFTDRRNCDECGHKPMDHLCWWNNEVLKPIQRDGHGDEGRVAMKKLRLLLDKMMLRRTKLECADDLGLPPRTVVVRRD
MFNEEEEDVYKSLFTDSVRKFTTYVEQGSVLNNYANIFELLMKMRQSANHPDLITKKKDNSNNKQLVCMLCNEPPEDAIV
AACKHVFCRECCVQYYQSFDYGDGIVKPNCPTCFATLSVDLSQPSLELPENERDGMYSKTSIVNRIDMSKWRSSTKIEAL
VEELTKLRRQDKTIKSIVFSQFVNFLDLVYWRLSRAGFECIRLDGSMSPRQRDAAINCFMTKPTVTVFLISLKAGGVALN
LTEASRVFICDPWWNPAMDRIHRLGQHRPIKITRLIIENSIESRIVQLQEKKQALVESTIGNDNSALERLSVEDLRFLFV
L*                                                                              
>Pbla_Phybl2_175792                                                             
MATTEDNNRKRPSEVEDSTTTTTTTNTTNTTNTNTNTTNTATTRPPPKKRFLSSRSASPSHSSDGTPLTLDDNSQEDTID
TFKEPLEVYRRDAIIRQLKEYRRSYRQWKKRADLAEERRQDCERQLRVWDTQFKQLQAYMQGRILDHTPEYHPSFIKDDW
AVNITTTMANALRRGELTEDLMGALYNYSVPFSTKRMHFLGLLEPSGENSALRSKYKNALSSFTSNQSTLLDSINQYRSF
NTKFILLTEELRLLTNRLELAESLLQETRLKLSKANDKLAAEKETSANFSNPTQPRDTSDAKDTASEGTTPPQILETQQD
PLICAQQTLEKQLREIEEMKDQRIELKQQLFQLEVDYVVLPETRIYKDPLCRQALQTYDYQRDKNDHLTNVCQKLQKELE
DSQSTRRQFLEELDTKQTGHIKGLEEQLRKLDGDLTRIRGHRDALQSNLEERKANTEFGRDSISELRVIGDVRKEQVFSL
GVELSRLRLKGAAKSGSHDLYKFMMAIDEKKRTREVLEKELREADTKIQATRARYLDPEALAILDDEFTLITKIKHVREQ
LDVFKETYGFEATHTDEKAILDILQAKVKSEQASIIEARQKMEALESTEHQLLSEIQSVTMAFGELEESNLAKIHELAVM
EDEVTVLQGERVKYSQTFTALNKSKDAHAMVANALSKKVEKQLAYIKQLNEREKNLGNQITTLDRQSVASSGAVEIYLQK
SLEMKASLEELKEKMLFGKEKIGELEKSVLEKIKMIEEDAHSRMRLEEGCELLRRKVEATTKVEKPVEMKLRKEKEEYRS
LLNCSSCRTRLKSHVLMRCMHTFCKDCLDIRIETRQRRCPSCGESFGINDVKQFYL*                       
>Mcir_Mucci2_157934                                                             
MSMNASAPSFVPSTAAAASGGAPSTNDNTKAARNKNNNPKHQNGKKRPNKKRTTSNNANRDYNRVVSDLDDLNLVQVAQR
TGGSTDKKGRVSLNHLLSFSFPERQEAPATSHRKPKVTSYQPFNKERFINANFRFMLNPTGNYIYQLADPDINFDWDTIE
QVLISSAEAQSCPICLSPPTAARVTKCGHIYCLPCILHYLELRESKKNWRKCPICWDSIYEADLKPVRIMKPYAVSDHAT
STTTTATTAAASTTLSCGVTDGDRVDMSLMQRSNDSTLAFPLSDTWPLPPNVTCNYMKPDTPLIPWHFTPGAMTFSRFML
ASPDYLRGEYKRDCVELNDAMSDAKGWGSAEEIPFIEKSLDQILAKMKQLKQQETKELELAMQTSDMMFEAVAKYAKKHG
KTPSTHQPPLQASSDAADKAEQVPEAYRQYQLSHQAGEDVNADQATNTLAPSTLHQRHNHNSNHNSNNNTPATDFYFYQA
VDGQHVYLHPLDIRILKHEFGEYDQFPRQLQVQATSVQESTLTEDLRKKCKYLGHLPLACDVTFMEINVKDIVSPETIQV
YNQELAARVKKRKDKERKEDQMRKQAESKQKLIVMKEQEAERHMLENDPFFSMYRPAMTAEESEEQLSQALSESAASSAP
EEDRVIPSAHAAGGGPRTVWGTRQVMSREEELMMNQTHDWADHIVINKSHRKRRGRKH*                     
>Mcir_Mucci2_122744                                                             
GPQRAPANLRVTQRFDYQPDICKDYKETGFCGYGDTCIFLHDRGDYKTGWQLEKEWEEASKNNTRFGESADANKYAISDD
SDDEELPFACLICRQEFTNPVVTRCGHYFCETCAIKNYQKSPKCFACGAPTQGVFNTAKKMLAKLAEK            
>Mcir_Mucci2_151467                                                             
MDAQCPVCKSDKYLTPNLKLLVSPCFHKMCESCIDRLFSAGPAPCPICQQVLRKNQFMSQIFEDLAVEKEVRIRKRAARV
FNKRAEDFPSLRAYNDYLEMVEDISMLLGCWS*                                               
>Mcir_Mucci2_106212                                                             
MASPPKDQHYSNQEQPRKRSKVSRRELDTLNDNNSNRAHRDLPKCPVCEYRIDPKYWAEHYQYELNRLSEPSSEAYANPV
NKNHGKRGAAVAARRQLEGSSSKGKKKTSVHQETLEKIQKNRHKRKDRLKQIIDSNSYDPATATASTSSSTADDSHHVAL
MLQQEENDADVQTCFICQQRLFGDLEDINRHIDHCLSNPTAAAMETSDHQEEEEETEEEEEEAYVDDDEDYVNTNTPAQQ
ASPASWEEYEWAGQVRVRASAMMEGGYGGAGFATASKVEVVDEDDEDLDVEDDDAAQFGESQYTERDIVVNMDDNNENDS
ALREMVSGGSVRTPTSEGDQQRQEFEATVSVSGWDQHLKKESHYTTSSSSKNQSSLVIDSLKARIHELESASKSSNCLIC
LENYKTPLTSIVCWHVHCEQCWLHTLGTKKLCPQCQKITTPADLRRIYL*                              



>Mcir_Mucci2_107646                                                             
MQVEKLSWDNSIHNGLSVDNNNNHSNSNHSNHLNVGRAVIKEYKSLHVLAPFSSKEASHQLNALTHCQKCREPFKQPTTL
SCGFTSCYDCLPSTEPYQCISFSCLREHDNNYRPNILLENILNNLQDMDTIKQLLDCSICLSPLSDPITTQCGHTFCKEC
LIRTMTDLKTRSCPFCRHELSRIGKVNQIVCGWVNHIYHNVSSDNYTLSTLDSQQHTPVIQVSSAVAFPSQHCLIHVTDD
KNSLLQEMTTRPHQRHFAICVFTKDGNSNDLYDYGIMLQVNHVEHSPDIRHSVVQAIGLFRLKINNLSMDDDGCYIGDVT
RFDDYNINDVDGDAAYGKSCSGDDYFNLDFDVQSKRWTMPTMNNATASSSTMSRPIAMSSSSTVTANNNKQASRPRPCSM
RLSSSAPNNIPTFNNIPGSVNRRTWASTMHFGGPKPPSPPPLLPATINTSQFYFKPIKKAPPPITTAIPNINVLFNQEIH
PRLVQYLSATGNHVWNMQYDWYLQQSDRESIIWWIANVLPFNQEEKIHLLSLMTLRERIMAIHQWFDRLQQQQQHQQ*  
>Mcir_Mucci2_107817                                                             
MESSHPISEDISSQQQELETRPAQIDTRTTIEQQEEQAEPQAIAHDAETGEAVLIERSRSNFSYTGNELRQRNVINKEVI
KPAPMKTTASTITDNYKDDSNHNGGGFYECNICFDTAIHPVLTLCGHLFCWSCLAQWLNAQSRNPTCPVCKAGCGKDKVI
PIYGRGKEEKDPRNDPSIPTRPAGQRPPPIRDPNRPATSFFGQPFGNNAFNRGGLSISAGFGFFPLGVTFNIPTGSNNNA
QTPQGAFMSRLVMMLLSLLVIAIIFA*                                                     
>Mcir_Mucci2_188866                                                             
MPRHSKNNTASSVFTYHESHTLDYGTKRQRLGRDSFRNYDACFLCLQTARDPVCCGEGHLACRECMYENILQQKQAIKHE
QKMIDLKNQESEQQKQLEEMEAKRVILDTFDKTQHSMLGGERRRPTIKDDLKDDTAAAAENEKKRKRSDVDADEIAKTAA
QLRKEKEEAAKPKIGSFWVPSVTPAADASALKATKTQVICTAVDKTHPLSIKSLIDVKFQKEDGNDKNKNVCPACLKTLT
NASKLSVLRNCGHVLCHHCIDMFVSKSKKCYVCEKKTKSKDIIDMSPEGTGFASASTKAVAEKFNLAFQ*          
>Mcir_Mucci2_139656                                                             
LFNMEFMSALGSQEDAYRPSLFELVAQEKLKELLQPAVQYVLAIYAQRYPRLLLRVVNNHEEFYAALMLLVERHYLKEWG
GSFAENFYGLKRVSTAHLDSIKFTSPINSQSSPALTSREITKSLLVLVGLPYVKCRLDLLYQKVSGGSASSILGDNEQLE
MENEELANPETSTKRKLVIRLMRLFKKVYPIINFLYYGSNLAYNVAYLFGKTRYYTPWLHLLGLEVKRMSMNDYVTAGST
QQPFSLLKNPFGAVSTVFSKVIEFLKVLLPMSIFFFKFLEWWYSSEFSRGGNTHNEDGENAVPPPEKIKPDPRGTPLPST
ANTCPLCLSSPINNPTALPSGYVFCYTCAYHYVEEHGRCPVTWIKVNNGAEDLTKLYADVM*                  
>Mcir_Mucci2_161536                                                             
MTEDLQVDLRTLRFVDAINDNLVCCICQNPFIDPVISRCGHTFCQHCILQAIEASPMCPIDRASLGRDDVEPAAKIISNM
VNELLVYCPRHEQGCPHVGQRQFIESHLKNDCEYTVAPCELEECKELLLKKDLQSHAETCKYRMLECNMCKKKLRAFELE
DHYSLCPSEIITCQYCDTSRPRSEHVSHINACPQFKVKCTHEEFGCAWTDQRQALAAHLSACPYESIKHYLHKQQQSEKA
LLNELQQVHRENESLKRQQSESRQHMESLTQQLDLMFPGHFMTDPDIPEEARNESVLSENQRMNNELETLSANIASLELK
QNMALMTETFRLQEELQSLRAICHGLRMQMHYIMMDRKTAASSNASASGAAAGGAGGGSGSGSSARSASESNATNAMNRM
RTWLDPSGSGPRQETKL*                                                              
>Mcir_Mucci2_162122                                                             
MKFGKQMETAAFDLPENWRPHLIHYKTLKKSIRLVVDELESRGLSTEWLNTLDTDEAMRLDYVFDGDVKDPHPCIKITID
DPTSIAAVEEPALLKLIPVTEQLNTEPLSIKIELVRDSEFFHLLLHELSHAAALHDKEKSRFLGDVDTLEGQLTVAASPQ
KKDLYAWREIFNLYMEAQIFRNETEGQYSPQSYERSQEKLEWFTKELTRMNLTKKLSSRPSKKALTQFLAINAQLVHFKH
FQSLNQTAMIKILKKHDKRSGLSATSEFPSFAKNNAVFVEGILMSLFNAIQTKLVTIVPQPDDYDCPVCFSIAWRPIRLE
CGHVFCVRCLIKAHRKRMYNCPICRQEHAVGNADANNLDQTLQSFMMLYFPREIKEKRKENEREQATIDKQQRVKHTLPP
RRLAHGTSTAIRSSPSSSSRNANCNIM*                                                    
>Mcir_Mucci2_139928                                                             
MSGQASSSSPSSSTAVATAATSQAETAVATAATSQAETAATAAPPLSLNFPYGAQPDIIRANQKDVYYQSILQEQMTRVA
QQFLGARRQHVWQKEINTISDICYYGLTTLLGTQTLGEEYCDIVQINQYNQTYPGLVRRFLLVFTQAVLPYIYTRGAAEL
KKRGRVQQQQQLDIDTSAQSLQQRTLGFLKQHLSQIQDFVVKNVRPVHLAIFYFFGAYYNFSKRLTGIRYIFTRQLGLHE
QRVGYEVLGVLIVLQLLIQGYLTARKRIQAAAQLKKEESEKLLVAQQQEQQHPEAEEAEEKEIVDEDDFDFMDSVLEEDE
KDAPQQELTYEQLQMLKCALCLEQRTVTTTTPCGHLFCWNCIVEWCQNKPECPLCRSHVNISHLVPLNNF*         
>Mcir_Mucci2_144102                                                             
MQNTKNGHAANPSAPLYSRPLGAQETERELRELLENIVSDEPPPPEDRTGTPDGLSITLLEHQKIGLQWMTKMESSNNRG
GILADDMGLGKTIQAMATIVQTPCTDYTPVKATLIVCPVSLMDQWRREIEEKTSPRLEVLVFHGNRTNNPRDLAPYDVII
TSYAVTASNYKENAPGPFHKITFHRVILDEAHTIKNKQTAAARACCLLDATYRWCITATPIQNKIEELFSLVKFLRIRPF
CDWDEFRDTIAKPMNTGYHKKAIRVTAVLMKAISLRRSKKALIDGRPILDLPERNIHMTHIDFSPDERVHYEYVNQRAQA
RFNKYLKQGVVMKNYSSVLVLLLRLRQSCLHPHLTLTEGDSGPQPDDEGQSEETQERAAKNMNPEVIQRLLSDSATLSDI
ECPICMDIAQNAQILLGCGHILCKECLDAYVNTNDGSHKRCPQCRGELSMTKLVGVEAFVKVHAPHLLEQVDEEAEEEER
IAKEKEQEALQRVQEYVSSAKIDKMIEILDNTASETGGQDKTIVFSQFTGFLDLIHRPLKDRGYKYLRYDGSMNIKQRAD
TVSKFFYDPEIKVLLVSTKCGSLGLNLTCANRVILMDVWWNPALENQAIDRVHRIGQSKPVDVHRIFINDTVEDRILALQ
AKKQTIADGVLGEGSANNVNRLGVQELLYLFRGGDLPEDRPSSSGASEAASSSRS*                        
>Mcir_Mucci2_165339                                                             
MSAGNMDDGFDDPSDFNATQLSTLDEHLRCPICKEIFDATMLLSTCSHSFCALCIRRSLSTEQICPKCRKPAYESNLIHN
YDLDNVVRQWRESRKFLISLERTATAPKQKMTINSAPASFDDDISGDFMPTIHSSSPTASPSTTSPISTRRSTRLSSQTI
VSASPQGSPMQTSQSDISIVDITSPPQSYQTMPPVKADNSSTAECPVCWQQMDVKNTIYTQDNNHTCLWEQKLFIFIHIV
TTFVNICIDLTRVESLQYPQNVYNLMTDKALNALLRSFNLPDSGDRATKIWRHKEYLNLYNANQDSHNPVSANVLVQRLQ
AIENSRAIQSKRKATDPEEHKALYADQFQSLINDVKRQKSNEDNV*                                  
>Mcir_Mucci2_112987                                                             
MSNKRPRDQASIASLKAILGDLPTETIENLLHRSNNDVEVAVNMYFTEPQQAPTQSSSVTSSGAAMAPVNQANLRYYIGE



MVITAWSLVKGRSPVKEGDAITIVRDKVGTTSNANRIVRFAHDGREIGRLPKEVANYVSVLLDQDICQFEGDVVWCPSLL
KIGEDMILTMRCYITASGMHSASFAANSTPHAKKKKDRSIQCHEIPAARKMALLQMFRNLGLKPVRSAIQKMNVVAGGDE
PWDALIQSVAAADTKTEPSSQEQALEGDDGEEEKKAVTDDQLDTIYEKAQMFDSQIKPADTPTTMALELKEYQKRALAWM
CNKESYEHDDGDVDMRAMHPLWEEYTLPGDFADEHRFFYFSPYSGELSLEFPESNKQERGGILADEMGLGKTIEMLSLIH
SNRYTPDKSQKSTVFGKKAQHSPTTLIVCPVSLLAQWRDEIIRGSKPDTLTVEVFYGDVRTGISTSRLCNWDGSAPDVLI
TTYGTIMSEWNKMQEKKLHDSVIFSVEYWRVVLDEAHQIKNKVTRTSQACRDIKAKRRWALTGTPIQNKLDDLFALVRYL
HYEPWANSIFWKTFITIPFEKQDPSALSAVQTVLEPIVLRRTKAMRDHRGQPMVPLPPKTVNIEYLSFNPHEQDIYDAIY
NDSQTKFSYYCEAGRVGSNYASIFQLLTRLRQTCCHPYLALQSKEAVQEGIRASQEGGKISLEKLIESKSSDTLSQMSSQ
GGNGSYGLNVLQNMLAMERKSSISSSNDNESPAVETPSEEDTPMSDECQICFETVDSMIGLPCMHFACRPCVMDYFQKKE
DEGLPGECPVCRHGPILQSQLLEFAQQKTPSPELGSQEGANDDGNDKPSTPRVSKSSVKYDIQKAVGGYKASTKMSALIH
HLRQNKKEHHKTVVFSQFTSFLDLIGDSLNREGIPFTRLDGSMPQSKREKVLADFKQPDSQVDVLLISLRAGGVGLNLTC
ASRVVMMDPWWNFAIEAQAIDRVHRLGQLNEVVVTRFVMRDSVEERILEIQDRKHVLVNELYMSRDQAKNRKLDDLQILF
RKSGKL*                                                                         
>Mcir_Mucci2_113412                                                             
MASDQATEKLAKITKELTCSICTYILDDPNALHCGHAFCGLCIHEWLGNSKTCPMCRVQIVRQPVHVTALQELGKSDLIR
PTPSSRKRLIRENWVALFPIENNITFIVDEDEDGIVHRCSQCSWELSEDNYCVRCNIQYDGAMPIRDIPDRDGSDIDSDM
NEPESNLDGFVVSDDEVEFDDDVPNSFATQNSRRYTIDDSDVESLSDSASAAGAIEISDDEDMPSLRTRLNRKRRLPIDS
DEESLQYLSDAGPAETNEDSSESEDEVEYRSTPRQVYSRPDVSDEEESDYYQDDFPEDPFTRPSHVSRFIDDVASEDDEE
EDTSPQRPQKVDAITETINRARSQMEQNNTTNSNANNTAAAADSSSSSSSSDDDSDAPDYEFMISQPTPEPSSSTSAAKP
MPTKDTSVPPKPQTEEGEASTAAAAAAAIAAKNKLREKRKRAKRNKKNRAKHEKKKHKPNE*                  
>Mcir_Mucci2_75651                                                              
MSSDGNEEENDRVDNQHNRWPSLISSLLNSSSRSQNDKPADEATAADKIDEELLCPICQDLMREVYATHCGHSFCHECLT
LHLENASDCPLCRAPLSRTNIYPNFQLNKLASFRIRSIKEKQSVNQHLNPIEKLIIESNKSNESIAKTLANSLSYHDLIS
VFETAITQRKQMEQDESKIKKELLKAFLERLEQKNKDTVRRLETENTSILADLKSIDEEHTSTPTRKRKISWPTTYIMGE
GGSNSDTLNQDISENQVKVEPQQIKVHNEEEEQLPVQRRLNERFNDLRTIYHRLLSPNDYINKRKLSLYIKSPSYRCILD
DFSTSIYELTRYDQFEEVDTIDYTDSTRQGSSIVSTIGFDRDQEFFAVGGVSKEIKVFDFNMMGYARTGHCPLRVLACSN
KISCLSWSPYVKSQLASSDYEGLIDIWDSASGRKVTTFTEHKKRAWSVNYCETNPTMLASGSDDSTVKIWSLSHNKAIHT
LEQKGNVCCAKFAPNSSYYLAVGSADHHISCYDLRFPNQPMCQYIGHKKAVSYVKWLSDRDIVSASTDSTLKLWDRESRK
CLRSFEGHQNEKNFVGLSTDGDWISCGSECNTVFTYHKNATKPIATYTFPSNDCEDENIFVSSVCWKKDTKKLVAANSKG
MIKVLSLK*                                                                       
>Mcir_Mucci2_115969                                                             
MKKVDLLLDEPCPELLCGICSDILEDPMQVHCPEDHMFCSKCITCHVEQQSNCPICTTPLDKNTFQVSKFVTRQVGRLRI
KCAYADTGCPWQGLLSDQHISECEYQPCTCPNADKGCNATNLNKSNMQHHLESCLYQTMTCPNNMPLCQPFLLLDLSKHE
NQCQSYTCPYANEGCPFIGTLTQVNIHCEGYCGRLHQKVNQLEEEVKRLNKLIQDVTIGLNIKLPSTPETALQEDESKKQ
QQQQQQQADTSMDEMALFHQMFNSDPFGALDLSATTPTAMDQNTPNHHEDDNTSMMDFGSVLPDINFLDLNQSGAHVTSP
PPHSSSSASNFHSNNSNNNTTLNNNNNNQQVDFNSIFETATSPQPLQFVPPVNVPKRTSNGKKIRYSKNVRLAHNALRIA
RQRTASNNNPSNDAILNNLDIAKQQMNSGSQITFKNFQDVAHFLNTDAMPPPSSNTSTITTSNKKPAKVSSSTSSTTTAT
TNTTTNTNTSNTATAKPTAKKEKKKNTTVSSPQYTDPTVSSPPPSANAPKRRPMFILASSYLSNYNSNNEKV*       
>Rory_500                                                                       
MTINPNVTLQAMQAVDDESKWDAILECAICCTRFTLPTTTPCGHTFCKNCLVRSLDHQHACPFCRDPLDFCPPPNQLLSA
VIQQMFGEDEESADGLDPSDDRIPLMVGSLAFPGVSCVIHVFEPRYRLMLRRVMQSGRRRFGLCLLKRKTERGYHAYGTM
LELMHVQTLPDGRSIVEAVGSHRFHVVSAHLVDGYHLAEIERVDDLDREQQQMLEQQQILHASASRARSQQVTSPLPGPM
IAARPQLTVPLSGPRPIHPRRSWAHQAHPQTAQVNRAPWLQMHVRGLSVARPKKQEQSPASLPLLPPSPSVRHREESGTD
ELIDGLVLFIRKLIRYKQSNPTSHWLAPLGDPPPLDRDVRDRVKLVWWISNLMPLSEEEKIPLLTFRTLRERVLLVTLWK
DKFEDQWSLQLNTNNNNIPSASSSPDLCCIS*                                                
>Rory_1229                                                                      
MEFMSALGSQEDAYRPSLFELVAQDKLKELLQPAIQYVLAIYAQRYPRLLLRIVNNHEEFYAIMMLLIERHYLKEWSGSF
AENFYGLKRISSALVTNFASPINSKTPSLSTKDINKSLLVLVGLPYIKCKLDLFYQQIASPSNSILGDDDEQHEIENEEL
EDNNTKPFRKLAIQLKRLFKKVYPIINFIYHVSNLGYNIAYMFEKTRYYTPWLHLIGIEVKRMDMNDYVRPIDAYIHIKT
HFYFMKRAYYEKTAKPVTQSISLKSPLKSMSAVVSKVIEYLKVLLPMSIFFFKFLEWWYSSEFSRSNTFSQGENDENTVP
PPEKIKPHPNGTTVPNKPNTCPLCLNNPINNPTAMPSGYVFCYTCVYHYLQENGRCPVTWIRVSKDPKNLTKLYADAM* 
>Rory_3030                                                                      
MSFDIRAIKYVDKVNDNLLCCICQTPFIDPVTTHCGHTFCSHCIQQSLETSCQCPIDRTMIRIEEIKPAVKIIANIVNEL
LVHCPEEGCDFVGQRQFIESHIKHDCQYTVTCCELEECKELLLKKDLDSHAENCQFRTLECQMCKKKLKKFELQKHYDHC
PAEMIECVYCNSCRPRFEHGQHITECPQYRIPCDHQTYGCSWQDERQQLVDHLKRCPYEPIKDYLRQQDQKERSLREDIL
RLQKENQSLKRQQYESQQRTDSILERLGTMFPTYFSPDLDMIPEEARSESVLAENQRVASELETLSANIASLELKQNMAL
MTETFRLQEELQGLRSVCHGLRMQMHYLMMDRKMASTTSAATTANTTNGNQSENGTNPTGTMSSRNRMRTLLDYSQR*  
>Rory_4443                                                                      
MSELDQVEQESARQESTVTAPFPPSSNLPEVQSPPLPVISFVTLLGQSRRESSLPKSQNQSLAYANLDKVDEELNCPICH
DIMKEVIATTCGHSFCYECICEQIKYQPECPLLNRLAELRTQVVEKSAPIYKSDPMEALLRRIKNDRLSIATSMANSLTY
ADAFLIRLKNRNDTTIQNLILQNKLILSDLDMLDIARRDQQQPEDQSTEEAEMDDGNTRVASRVRSEEADGLNDRSLSNR
MDERFHDLKELYYSKMAPDPENVILDEDERCSRLESFSSVLYDVTRYGTLDVLDTLHYADTTHSTSIVSSIEFDKDDELF



AVGGILKDIKIYDFRLTCRGPNEARTATIHCPVRRIKCDNKISCLSWSSYIKSQVASADYQGVINVWDVTTGQKTSSFVE
HKKRAWSVDTSARNPNLIASGSDDTSVKVWSLTSQRSLFTFQHKGNICCAKFAPNNSNYLAVGSADHQIICYDLRNPSIP
LHTYQGHQKAVSYVKWMNDDELISAETRECTRTYTGHLNEKNFVGLSVNNDWIACGSETNTVYTYHKYSKTPIAKYKFPI
DPIPGKMITENDPTYFVSSLVLCRLITPSTPSFFLLFSLNSSIANSLNIVFQMLMSDFGWRTV*                
>Rory_4871                                                                      
MERTRGKKKTGSVYEETLERIQKNKQKRAEILKHLDQSKQQPSSLSDSEIALQISLEEEEPEVQTCFICNQQLFGDLEAI
NLHIDRCLTNPEQQQQPQEEEAAVAAGASDEQWVEYEWAGQRRVRASAMMEGGYGGAGFATASKREAEDEEDEDLDVEDD
DAEQYGESQYTERDILVNADEDNEDAYALREMVSGGTTRNSPSLERQGFEETVSATGWDQHLNTVSGNTGGDYSKLVIES
LKTHIRQLEAASRSSPHCLICLEPYKTPLTSIVCWHVHCEQCWLHTLGTKKLCPQCQKITTPADLRRVYL*         
>Rory_5926                                                                      
MKFGKQMETAAYDLPENWRPHLIHYKTLKKSIRLVVDELESRGLSTEWINTLDTEEAMKLDYTLSGNIVCDTGKPQPCIK
ITIDDPASIPISGEPILLKLIPMTQCISTEPLSIKIELVRDSEFFRLLLHELSYAAALHNTEKERFLGIIDGLENQLTVV
ASPQKDDLCGRQQSSKTSQEQLEWFTQELTRMKLAKKFINKYSKVALTQFLSINAQLVQFKQFQTLNQTAMIKILKKHDK
RSGLCATSEFSSFAKDNAVFIEGVLSGLFHAIQTKIITIVPQPDDYDCPVCYSIAWRPIRLECGHVFCVRCLIKAHKKRL
YDCPVCRQEYAVGNADATNLDQSLQNFMLMYFPREIKEKRSENVKEQAAISNQQRRKPKQYASAHLFQTSANHSVAARDH
LCTIM*                                                                          
>Rory_6471                                                                      
MADDIIPINKQEEKVSFFKKRSNNKNIRKRKAAVKEDSDDDFDSEEDDVAVSEVVTKSRKTGLNPFVQSTRKRRTKKTEG
GDDDEDEDEGFGVHYAADRSTDIKKNDATRYDTEWELEKKELDKRKKAEPKKEVLNSKMSVGPQRAPANLRVTARFDYQP
DVCKDYKETGFCGYGDSCIFLHDRGDYKTGWQLEKEWEEAQKNGTRFGAADANKYAISDNDDDSDEELPFACLICREEFT
NPVVTRCNHYFCEACAIKNYQKSPKCFACGLATQGVFNTAKNILAKLKQKKRRAQMAAAEDGNNSDREEDSFIEGLETRD
DSEDDE*                                                                         
>Rory_9481                                                                      
MVTDDLSDSEALQEAIRQSLSESRGFHEESYLDSDSDSSQIMDLTAEGFSLVTNDNNTNRPLANQKSDLPIEDDIYAFFV
EAGLENPEELQMLGIDIETIRAQKALEERIERESKRDYELARRLQSEFENEIQQASSSSQSTSWQPSDSPRDPPVSLKRE
IDRGAEDKKKKARLEPMNSIEIEDDSDEEEIAALIRMTQEESVKDYLSHVPWNTYDPEAASSAAAQKRKYKTAIRRHGTG
SGGNFDVDMDPNRPRMYVPPFPLSPYYPTEDSGGSSSSSSLSGYGHEGNRNLPLALRQQDHMSTIVNQVRQESFDSAFRN
HQISNEEVEKELRTLLENITDDEPPPPEDRTAMAIICQNPCENPTAVDLSTIPASRRNVEGELQLKATLIVCPVSLIDQW
RREIESKTEPKLNVHVYHGSNRVSNPYRLAPFDVIISSYAVAASDFNETSKGPLSKVKLHRVILDEAHTIKNKATIAAQG
CCQIESTYRWCMTATPIQNKVDELYSLIKFLRIRPFCEWEEFRDAISKPMRSSNPEKGIKAAHVLMKAISLRRSKKAMID
GRPILNLPERNVHMTHIDFSPDERIHYDFVNARAQAQFTKYLKAGTIMKNYSSVLVMLLRLRQACLHPSLTTEEDGDAAS
DADQPDSLAAARQMNPEVVRRLLNEGATIKEIECPICMDVAQNAQIMHCGHLLCKECFDSYWNTADGNAKRCPQCRAQIN
RQQLADVESFLKVHAPDLMEEVEAEAETEARNRQRVAEMLSSAKIDKMLEILDETAHETDRQDKTIVFSQFTSMLSMLEK
PLKNRGHKYLRYDGSMDVRQRAETVNKFFDDPQITVLLVSTKCGSLGLNLTCANRVILLDVWWNPAIENQAIDRVHRIGQ
TKAVDVHRIFINDTIEDRILMLQKKKQSIADGVLGEGSTNQVGRLSLNELIYLFRGGNLPTN*                 
>Rory_9968                                                                      
MESNAENFSVTDNNTTNETSTTTSIDNEPKEYELRNRKTNSATVTTEASNDESHNGNEFYECNICFDTAMHPVLTLCGHL
FCWSCLAQWLNAQSRNPTCPVCKAGCGKDKVIPIYGRDPSIPTRPAGQRPPPLRDPNRPANYFFNQPFGNSAFHRGGMSI
SAGFGMMPLGVTFNIPAGSQHGQTTPQGAFVSRLIMMLLSLLVIAIVFA*                              
>Rory_10906                                                                     
MSHSIDDPSDFQSSELQKLDEHLRCPICKELFTTAMMISTCSHSFCALCVHRCLSEEQLCPKCRKEAFSNSIVHNYDLDN
VVHIWRLSSLANVHSLPNINQIHIDDDSDADFKPSSNSRSLSQVGTRRSTRLEKKEFRDLDSLPQSSQSNPQFESQSYST
LSLQDGNEPLKSTSMVQCPICTQLMKYVVLDKHLDGCTNGDSSIPPSPPPTPANNEPVASFGQRSNGALFMQSKIGFNKS
SKSVNLGKKPGKVVYAMQKDKDMKKILKVCDRDVNKRFK*                                        
>Rory_11733                                                                     
MSKRPRDEASVESLKAILGDISTQLCESLLHRANNNIEAAIDLYFSNPPVVTTQRKKSDRFNIGDLVITGWSLYVGKSPV
KEGDKIEIVKDKKVTDTTNRIVRFTYQGITVGRLPKDIANYVSILIDLNICQFEGSVVWCPEELRMGEDVILTIQCFILP
SAMRINKFMSAFVPTLKKRQRMSSADQDTATLKKTSLIQLFRNLGMNPVRSAIRNMIGKDNTWDMILQSANMKEENNAAE
SDEFQELDEGEENKQVSDDQLNTIYEKAQIFDAQITAVEQPDSLALQLKEYQKRALAWMMAKEALQHQDGDIDMRAMHPL
WEEYCFPDKDCEYQFFYFNPYTGELSLDFPEANSQERGGILADAQWRDEIMNGSKPGTIRVEVYYGDDRSVVSLDRLGDW
NGSAPDVLITTYGVLMNEWTRMQLDSTHKTTLLYNIEFWRVILDEAHQIKNPASKTSQACKDLQATRRWAVTGTPIQNKL
DDLFALVRFLKHEPWANHSFWRAFITIPFEKKDPKALTAVQTVLEPIILRRTKNMKDSKGQPMVPLPPKRIDIEYLSFSP
EEQDIYDAIYNDSKIKFSYFCQAGHIGRNYASIFQLLTRLRQICCHPYLALQNSQTAGNAEVKAEGGKNISLEDLIAGHH
TKPSSSSSLSKQDQSNYRLNVLQNLLAIQQGSSATKSTVEKMIAEETMPPVPEECPICFESFDSMIAMPCMHMACRLCVM
DYFQLTFFIKQKKEDQGLPGDCPICRTGPILQNQLLEIAQGRAEEEDDEKGIKIDVRKAVGGYKPSTKINALIKLLHQYN
KESHKTVVFSQFTSFLDIVGEALDYERIHFTRLDGSHSQAQREKVLSTFAKMDQNGANVLLISLRAGGVGLNLTCASRVV
MMDPWWNFAIESQAIDRVHRLGQLKEVKVTRFIVRGTVEERILEIQDSKHTLVNDLYMSRDDSKNRKMDELKLLFSKKS*
>Rory_14064                                                                     
MTTYEPDVLSDTESITFQSLPDSDSVVFQSLRETNIPSFDDNPSDNQGSSLIFDLTQEEEASFNHTQQQQPVPGSSIDNS
IAIDDDIFPFFEEAGINEAEGLRMLGIDVETIQSQRQPSSSQWKKRNDTFIDLANKRQKTDHGPIRIDDDDQNACLIDLT
EENDDDIPPELIDLEEDDYAAYWWRYSLDRGNNSSSSSNGSMVSRPLSIRGSSSDYSMYASSSRNPLMAFDDLAYMTNRG
HHPFAPNRTKLAPKGALSVQEIEDELRNLLENITDGEPPPPEDRTGTPELMSVNLLEHQKIGLQWMAKMEGSTNKGGILA



DDMGLGKTIQALAIICQNPCTDYTQVDLTTIPASRVEANGILKVKTTLIVCPVSLIDQWRREVESKTSPSLKVLIYHGNN
RITNPYHIIPYDVMITSYTIAATDFFAVRKGPLSKVKFHRVILDEAHTIKNQRTKAARACCDLEATYRWCMTATPVQNKV
EELYSLIKFLRIRPFCEWEEFRDAISKPIKRGNHIKAIKAAHVLMKAISLRRSKKAVIDGKPILDLPERNIHMTHIDFSE
DEREHYHLVNSRAQARFSRFLRAGTIMKNYSSILVLLLRLRQACLHPSLTTQKGDIMDDMNSVDVMALAEQMKPEVVRRL
LSESATIKEIECPICMDVAQNAQLMMDCGHILCKECFDCYWNTLDGDLKRCPHCRGPIDRQRLVDIESFLKVHAPDLLTE
AEQADEEEQEQEMIESDEATTEITSSAKIDKLLEILDETARESDNQDKTIIFTQFTTMLDLLERPLQGKGHRYLRYDGSM
DIKQRANTVNMFFDDPNIKVLLVSTKCGSLGLNLTCANRVILLDVWWNPAIENQAIDRVHRIGQTKSVHVHRIFIKDTVE
DRILELQNKKQAIADGVLGEGSSNSLGRLNAEEIIYLFRGGDMPANT*                                
>Rory_16394                                                                     
MLNPTGNYIYQLADPDINFDWDTIEQVLISSNEVQACPICLSPPTAARVTKCGHVFCLPCILHYLELRENHKKLWRKCPI
CWDSIYEVDIKSVKITAGHSIKEGDLLDLALIQRAHNSTLAFPISDTWPLPENVISNYIKPDVPLIPWNNTPSAQAFARF
MLASPDYLTAEYQRDCKELENALSDAIGWGSTEEIPFIEQSKKRVHEDIKRIRHQRTKEMELALSTLDMMFEAVAKYSKK
HGKERAEPIQQQQRQEDIPEAYRQRQLQQSGGEDANKKQSKTQSNTSNDFYFYQAKEGQHVYLHPLDIRILKHEFGNYDR
FPRQLQVQVTNVQESTLDEDLRKKCKYLSHLPLACDVTFLEINIKDIVSPETLQVFNNELNARVKRRRDKERREDEEKRY
AENKQKLQLAKEQADERKRMENDPFFTIYQRPDDEEEQLARAMSESLATVSHSDENGPRTVWGTPQVVNREEELTMGQVN
DWADHIVITKSKRKGRSKKH*                                                           
>Amac_AMAG_00371                                                                
MSLQPPGPEIDPRSWWSRPAPPVRVKDEAGRTSNGNSAAQSPAASRQKRSLPQDTPSPNATGDAKRRAVATPSSPAAARP
VPPPHADPAIMIKAERAHPPPPPAFADQAPFHSAYPTPFSPHGYAVPMPATHPMPGMVPAAFSQLMAHPPAASPELYQAL
TAGFVVPPPAQPVPPTMGAPRPATPIRIDASSSPLPMAARPSTAVHPNAAPAPAPTQPNAAPARPPAAAAAAVPAVAANG
AAPNAGLTVNDYLLKTSEINAESDDEFLMECARVRTNVVGIQNYYGFVEEGDDVVLLRDPENQFDPHAIRVDNVLEIQVG
FLPASVAKVLGPLIEGNRIQTQAKAIGEPTATTLPIDIRVFTPPGNNDRIRVCLEQFDLLPKPRQTRPGRTPASANSKVP
ITVAGTIAFPGDNIVAAFQPVAYQSAAVPAPIPPPPAPVVDLAATAEEMWQQLLQAGDYDEGGGRVIMDSIGMKEQELSA
LPEAPQPTGMMSELLPYQKQGLGWLLNAEHPRTPSAMVESQIWTIRNINGAHVYWNRASRAQAQGVPRLYRGGILADDMG
LGKTIQILALILSDANGAGFVAEPGEVSPSYCNATLIVCPLSVVGNWTQQIEAHVEPGRLRYHMFHGNNRNKDPRYLQSM
DIVITTYSIMSLHTEDTPLHRVRWRRVVLDEGHIIRVRTTKNASAACNLIAERKWVLTGTPLHNKLEDLYSLLKFLEFFP
FDQLQQWKSTIERPLKQKRRDAMTTFQELVRMLCLRRTKAMELSGKPILELPKITYLVHKVAFRGEERRLYVKWEAKSRQ
AYEEYMREQAERKALRDAGFEVGPGDNLRVICNMLKYLTRLRQLCNHRALVEKDNSPKVGSKTQLLAILRDHVADDCALC
LSAMRTPAITACSHMFCSECIRPVLDKVKSCPQCQALLEENQVYELPQDADGDEVAAVEREMAAAGHMHFTTNDFLSSSK
IDALMTFLETARTRDSTTKSIIFSQWTSMMDLIEVPLRQRGFQFVRLDGTLTRRDRDEAIDQFQSDNTISVFLISLSCGA
TGLNLVAATNCFLVEPWWNPQIERQAIGTDRHSVVECWTTMANSYAPARFADRIYRIGQTRPVTVVRFAMENSVEERVLL
LQEKKRKMAEDAFGEGSTQHDKVSRATRLEDIRALLGEASADDQRLAAELDEEL*                         
>Amac_AMAG_00607                                                                
MPATRRKTKAAAVAAATSSNEPAASASASSMAPARRSTLKTSRVSTKDVVVTDSDSDHDEPVEQPKPKRRRQKEPAQPAV
ARSSSSTAPVADDEDEDGPVHRVTRSAARAKRTAPAPAVAEDVDMGESVAASSKGKGKGKGKGKATSAKDPEPIPPDWVP
HAIDEPIPGSDDEADHADAAHLASAMAESQQFHASSSSSSQGASQQQRLADVDNGADDEDHEEVPEEATSWWHFYPDILD
TSLGQERNGLNPVADNDDALLAAAVNDGMRRVRGHEFNEALPRAGAGAAVGANADAAELRPMVQRDDEEEDEDDAKAQVR
PEWQRNDNELFLCSDSVRITARLPMPPETIDMATFQCIEPVIVASVQPRISVSMHVRRPVILPTQHFSYWWGIETENVTY
AHPNLMAMTDDEIQALTVADFAEIEARDPYTERLKRVLPSEGRETWERVNDEGFAVPKTPIQRSLQRSLMLKLDQDAVAR
HDGDWPEDPDANFHQKSYAAGRHLDVKSCGSDLWKWTAEHAKYYHVILRTIKGQEYAPPDNAPDAEFLAHQPGYGYVFGI
YLRVKEANETFRAGTKIPQVNEFFNRLLYRVGDRFNAAPPALYVPDTLECNQGEAPTPPGFQLTLRDFQQRTLAWLLSLE
RSRRSRTIQTHQVTETATKEQEEEFKRCELTGRPRWLQLGPGGMFVNTTTLEAVADPAARERGWAADTLPMGPLECRGAL
EVSKMGSGKTIMALSLVVANPFKSVRAIPWDDPLDKDRYLVSRATLVVVRSDLVSQWVAEAQKALPPGAKIVQLATIRDY
REVSWDDVLLADVVIVSLSFLQNKNYQDRVTKVAKTSGRYCLPRDVYEMHAEQDMWPDRYRRWKRWSQETLSGAAHAVND
RIDSHIAELRECGRARFGPKKNKVILERVYWHRLVIDECHELSHVMGARSYHVNHNLRVAETLLFSLKTRFRLGLTGTPP
INHVANVVALAEVVGVRNLPTTAVDTQAFLNSHVRRNNPELEVPPVHYRTNWVNLTPAEVGLMASHQLHSVRSRLMMCNH
HQINDLVTAITGTTATSVDEVAARVQTARQDKMMSLVARGRRTQNELAPLVVRMEDLIELVPADQLADLPVTIGLTITND
DRIEVAGQDVRERLVRYVTIPDDGAGNGNDAMDEPVELPEAVDLSRVKNLTADARATAHRIVALCGDLVEIQAQLRHVTA
QFRFMSTVLDAIRDTEDQTCPVCMEDINPGDPIVITKCAHVYCDACIQILLAQPRRMCAMCRGELDGPGATTRMIIERKR
NQEGDGDQAMDGDAPEGDQEDEEEEEEGVDLAKYGSKIKALVYFVRRVLREDPTAKLILFSQFHLLTALMSQAFSEFGIG
NVKLMGGNVITKRRAVTLFRNDPDMKILFLSAEDSVSGLQLTEANHVVIVHPFLGASEAMARAYELQGIARAVRAGQERE
VTITRFVTRGTIEEELTARRSDVVQPGQAEQAEQQSEQQQQQQQQQRGENAVAAAQ*                       
>Amac_AMAG_00617                                                                
MNMDARDGAGQRSPMARRRSGRLQWVEPGEPDVGARAGVADAQHDRSATTATTSAAPAPRPSAMATQAAPASSHANETIA
LPAGVFQPVPIAPAQTAYGPAPAAIPHVAVHDAPAAANALHLPGPDPAPPPPPPPPGPPVVDGPIVLDDDDDDDGGVDLM
ATSSDDDDSPAPADPVCVSNDSVVGHILRPPPKPEQLDARAKFDWEEATTCPICMCEWSDHGPHRIVSLACGHLFGRSCI
VRWLTPQVRGERKKCPKCNTIATRNDVRPLFPVAIVGVETEKLDELRAELNKERIAREELERKNNQLQMHLQMARAQCVK
LEKQLADVDRKEKRQKSRIAHDPLSAAPTWKALDTVQIPIPGKFRLLSPTCDPDLLLLTHQSDHDDHNLLLYSVGAGIPV
VLPHVHTKLVRAIAVPPTGSTSLAATASMDATACLVQLRSQTIVARFALGAPGWSATFHSSDPNYLFFGTANSTMRMFDV
RWPAAPLRDLADPLGPRGGQFLHSVVHVGSSLLAASMRSVVEWRHLDGPAAAPVCAKVVVPPDVPATAQCFAVERCYGRA
GSFALAFRGVNVPAKYVVANVPAVGGEARNTAATTDPAASSVVFPSPVMASNSPATLMTRLGMWAHGDQGAYLAAPNEAH
KIIDLFEVDGATSKWDSCLDPKCAAPLLDTKPILLPDRVVLAGVNEQGQLHLFESGAE*                     



>Amac_AMAG_01046                                                                
MKFGHQIETEMSALPPDYRPLVLSYKTLKKQLKGIVRELEARGVTPELLEALQRAVNPPAPGAPAPCLYSPEDLLAASEP
RGPISDDKPESPVASASTTTSPATTTPAATETESTTTTLTATAPVPADDASLRARSPSPVSSRTSSPGSTPGVEELDGPP
LGCTAPSHELAAPISLLSASLAAAQLASAEAAPSSGAGLDRRVSVQTTASAGTTTTSTSFTSRTSSTMSSGPKISYVLEH
PPIEEEVEEVVEDEDAPGTSYLSSSPDSVASSPLSTTTTHSVVRRRSSAATQFDSYLVIQMDEETRQSCEPILQGTACEV
TEDGALKVRLASDAQFFAYLSSALHRVGDFQRDHVAKSLHTQLTNLVREMSELTRVECPDHATWRGIIRAYLESDMFLTM
SYKPKSPQDAADTLFKFESTVARALAHPGFDFNVLSIQPGDEPPETACAENARKDGGKHSKRVWTSVRSMLPRLLFRAPV
SGFRDKRSWAVYSHFLQLNHELLALQRFVELNSTAVRKILKKHDKKTRLPSQMLWHALDAAEHADPLHAAIARTDDLARI
RRMVAASSDAGHEFTRALVTAVNQTLEGVTPQLATYTCPICADILYPPVRLPGCGHLLCYPCADRLVLDASVPKPADLPP
GIPPTALALPPHVLTFRYPQLPAVSMKCPMCRHDTKITRLTMARELVGAEDAALSRMLRRYFPDEVKAKRKQWSDQCTKA
EAELMALMMMPGLR*                                                                 
>Amac_AMAG_01541                                                                
MTMDPCPTPANADAPAALVPPPAPLAESLRAMAGALCCDRCRYPLARGGAAVVSLPCGHALHRACLPHIPDADARAGENV
VRSVACPVAACTARPHAWVGSGPLGTDLMLTELVAKLIPPPPPPPPVIAGAGASDRSVAAVATTPPTRSKRKRVESDSGD
NDNGHHEDRDGGVDKGGHGGRGASPIGDGAHHGLVSRGAVRSEPNPRGGSAPAAKRSAVAASARSGPSAVGPPMHLHDSR
LNAPSWSPSPSRPRHCSRSRSRSRSRSTSPLHATHAHSLAPALERAPTSATATSHPPINADAAADADAALVDLEPLVECP
LCYQLLLDPVTLFPCGHSACRTCVLRSLDHTPVRAQQAANAHGGTGFRCFTCRRALLGAYADLHFQPPNPKLAAIIATLF
PDLLAARRAADPAATPPAPHDPDEPHTAPIFVCSLVFPGSPCSLHIFEPRYRLMLRRVMEPGAPRQFGMCLPDPSRGYSP
MPYGVMMAVDRAEWLPDGRSLVQTTGTYVFRVLESAKPDGYVVARIQRVSDLDNVTPGSVVPSCIWSVVPQIRVRRAIGM
DPRDLTLRDLDVWLRRRTERFLAGLSPRDQAAVRAQAGPLPPVGADPGAWAYWLATILPIADQNKYHLLTVPSATTRLVM
VLEWWGAVAPGAGGGRARVPTMHDDGGGGGAAQADENACVIM*                                     
>Amac_AMAG_01723                                                                
MPRHSKNNTASAVFTYAERSRLSYGTQKQRLGKDSKRNLDDCFLCLQTAVDPMSCPEGHICCKECIYESILTQKKEIQAH
AKLVAQARSKEEENARAEKEQQAQNQLAQAQAAISVTGNDADATVSDSSAAAGAKRPDLPSFWIPSLAPSVEKDGPDVPE
QTKKEVMCLSNTPHPLVSAKKLFPVKFTKDKTTKKSMCPSCKKQLTNGVKMSVLKTCGHVLCGTCATQFVKSSGRCNVCD
AKCRAKEIVPLPTEGTGFSSAGPVEAKRYDHAFQG*                                            
>Amac_AMAG_01895                                                                
MIKAECAHPPPSPAFAGQAPYNYPPGIVPPPFGVPYQYGPREFPLPMPVTHPMPGMMPAASFPLMGHPPVALPKLYQAYH
QVLAAGYAVPPPAQPVPPNAGAPRPATPIRIDASSSPLPMTTRLSAAVHPNAAPAPAPMQPNAAPARPPAAAAATVAVAA
NGAAPNASLTVNDYLLKTPEINTESDDEFLMECARVRTNIVGIQNYYGFVEEGDDVVLLRDPENQFDPHAIRVDNVLEIQ
VGFLPASVAKVLGPLIEGNRIQTQAKAIGEPTATTLPIEIRVFTPPGNNDTIRMCLEQFDLLPRPRQTRPGRTPASANIK
VPITGAGTGAFPENVVAAFQPAPFQPAAVPAPIPPPPSLVVDLAATAEEMWQQLLQAGDYDEGGGRVIMDSIGMKEQELS
ALPEAPQPTGMMSDLLPYQKQGLGWLLNAEHPRTPSATVESQFWTIRDINGAHVFWNRASRAQAQGVPRLYRGGILADDM
GLGKTIQILALILSDPNGAGFVTEPGEVSPSYCNATLIVCPLSVVGNWTQQIEAHVESGRLRYHVFHGNNRNKDPRYLQS
MDIVITTYSIMSLHTEDTPLHRVRWRRVVLDEGHIIRVRTTKNASAACNLIAERKWVLTGTPLHNKLEDLYSLLRFLEFF
PFDQLQQWKSTIERPLKQKRRDAMSTFQELVRMLCLRRTKAMELSGKPILELPKITYLVHKVAFRGEERRLYVKWEAKSR
QAYEEYMREQAERKALREAGFDVGPGDNLRVICNMLKYLTRLRQLCNHRALVEKENAPKVGSKTQLLAFLRDHVADDCAL
CLSAMRTPAITACTHLFCSECIRPVLDKVKACPQCQAPLEENQVYDLPQDTEGDEVAVVEREMAAPGHMHFTTTDFLSSS
KIDALMTFLETARTRDSTTKSVIFSQWTSMMDLIEVPLRQRGFQFVRLDGTLTRRDRDEAIDQFQSDNTISVFLISLACG
ATGLNLVAATNCFLVEPWWNPQIERQAIGTDHHSVACALGHDDKITNSWHVRCGVVFVIVDRIYRIGQTRPVTVVRFAME
NSVEERVLLLQEKKRKMAEDAFGEGSTQNNKVSRATRLEDIRALLGEASADDQRLAAELDEL*                 
>Amac_AMAG_02117                                                                
MPATRRKAKATTAAAASSSNTPTASASLTAPRRSARKTARAAPASTNRDAPVEIDSDHDEPVEQPKPKRRRQKDPEQSVV
APVSSSITPVEDDDDDESVRRVKRSAARAQRAALAPAAAEDAAMSEPDKGKAKAKPAKDLEPIPADWVPNAIDEPIPDSD
DELDHVNVAHLASAMAESQQYHASSSSSQGASQQQRLTDVDNGADDGDHEDVPEEARSWWRFYPDVLDTSFGQIQNGLSP
VADNDDALLAAAVNDGMRRVRGHEFDEALPRAGVGAAVANADAAEPRHVVQRDDDEEEDDVDAPARPEWQRNENELFLCR
ELVRITARLPMPPETIDMATFQCIEPVVVASVLPRTSVSMQVRRPIILPTGHFSYMWGIATEHVTYAHPNLAAMTDDEIL
ALTVADFAEIEAKDPYTEQFKRVLPSEGRETWEHVNAEGFAVPKTPIERSLHRSLALKLDQDAVARHDGDWPEDPDANFH
QNSYAAGRHLDVKSGGYHLSRWTAEHAKYYHVVLRTIKGREYAPPDNTPNAEFLAHRGGYDYLCDIYLRVKETNEAFRAG
TEIPQVSEFFNRLLYRVGDRFNTVPPALYVPDTLECNQGEAPTPPGFQLTLRDFQQRTLAWLLSLERSRRSRTIQAHQVT
ETATKEQEEQFKECELTGRPRWLQLGPGGMFVNPTTFEAVADPAARGRGWAADTLPIAPLECRGALEVSKMGSGKTIMAL
SLITANPFKSVRGIVWDDPQDKERYLVSRATLVVVRSDLVSQWIAEAQKALPPGAKIVQLATIRDYRDVSWNDVLLADVV
IVSLSFLQNKNYQDRVTKVAKTSGRYCLLRDVYKMHADQDMWPDRYRRWKRWSQETLSGAAHAVNDRIDSHIAELRERGR
ARFGPEKNKVILERVYWHRIVIDECHELSHVMGARTNHVNHNLRVAETLLFALKTRFRLGLTGTPPINHVANVVALAEVV
GVRNLPGTAADAQAFLNSHVRRNSPELEVPPVHYQTNWVNLTPAEVGLMASYQQHSVRSRLMMCNHHQINDLVTAITGTT
ATSVDEVAARVQTARQDKMLSLVARGRRTQNELAPLVVRMEDLIQLVPADQLADLPVAIGLTITNNDRIEVAGQDVRERL
VRYVTVPDDGAGNGDDAMDEPVELPEAVDLSRVKNLTADARATARRIVAHCGDLVEIRAQLRHVTAQFRFMSTVLDAIRD
AEDQACPVCMEDINPGDPIVITKCAHVYCDACAQILLAQPRRMCAMCRGELDGPGATTRMIIERKRNQEGYGDQAMDGDA
PEGDQEVEEEEEEGVDLAKYGSKIKALVYFVRRVLREDPTAKLILFSQFHLLTALMSQAFSEFGIGNVKLMGGNVITKRR
AVTLFRNDPDMKILFLSAEDSVSGLQLTEANHVVIVHPFLGASEAMARAYELQGIARAVRAGQEREVTITRFVTRGTIEE
ELTARRSDVVQPGAGQADQAEQQQDQQKRREEDAVAAAS*                                        
>Amac_AMAG_03013                                                                



MASRDDTPTTARNTASTTTPPATPRRAVFEPVNRGAREPALHDDASTDPALHAVPTPPDTPARRTDRGSSNMPHARARND
GADDASTRHEPITEPNSAPEADADLPDWAACPICHAALIDAMTTPCAHTFCGPCLAQWMFGSPALPANWDRVGGGGDAAA
LVDRAMPCAMCRQPVAWSDLTPRADLVARVRERFGAQVKARMSDPEVQVWATRRQVTVRFAIGNRHMYVIENMLANRSNV
HLWTFYVHADPPHLDAVLIDRVVVHLHPTFRPASVTLTAPPFELKRLGWGIFNIACEIYWKPSIQTPANPTVAEWLLDFT
DDGSATHFDVPFLIPRADDQNDDDTASALALHPTPPRPAPAPALNPTSHVDVPQEDPPTVPTLLTRPRSPPTEFDDEDSV
AALPPPVSGTSTPAHQPRQRLRTTDSNWSIFSDPLSEAERVEVGRSLDEELHELGITGDEDVEEEPDGVEEAPAWVAGWA
AASAAAGGIGGIGGGGEGGVEREE*                                                       
>Amac_AMAG_03023                                                                
MSVVPDPRTAPSSASSSGGNGVSTLGFRAADDPMPMTAARARAQSTSALDAPDAVKPPVVAGKEEGKGGDVTKPWSRPTA
AAGVSAAAVEDLLRCFICLGQLNKAVMCPNCSKMACEACLKKWITEQKRECPHCRTHLFVSQLVQCRFVDDLQQQLKEMI
EAPANAVESVDVCSAHHAPLHYYCVTCSDAICSDCAMFDERHRGHAFQHLEKVGGSVAGLNSAGNSSYASSTGGPASIAA
IDTALANAALAPLLTTPPPTSAVINAAQYHRTTPASPGSPGVEAWNSSGRTRRTSAPLASSSSGSLFAALAEPSTPTAAA
LTAPAAVAPLTFSPDMKVPTGKSRTVSGPSLLSQSMPASTSTMSAAAAAAAVPAPVAPLPPPAPVPGMAVMNQQFIVLED
LTAHLTHPCILDLKMGTRQHGVWATEAKRRSQERKCAATTSKRLGVRICGMQVYKRDARSYMYQDKYFGRTLGPAALLRA
LVGFLDDGVTVRTACIPAILQKVQRLAAVVAELDQFRFYASSLLLLYDGGAVEPVVVTSSESSSVSGGEDDEDERDEGES
DDSEPESAHTAGPPRRRTRASRTARSSARRGTGPTVATAARSRSRAASATPWDYCDVRIIDFANCVTDGQTLRAAAKAAA
AAAAAQASTSSARSSRSASAPSTPPRSTPPPPPLPLAAHLAPPPAGVAASVASGATVPFPPTTGGPDQGYLLGLRNLARG
LALIRDVFGDGHVPRADVPRRLAVLDWHVEQGLFEDSVAGGGAAVPWATAAGGGGGGGGSAACARPASAEPRLATATAGE
RRSG*                                                                           
>Amac_AMAG_03024                                                                
MSDSSSASGSDLTLAMMRSAQPYTPSGMTRDVLDEDGVLEAVVLHEYPALAYSSDEEGGDSDLEVPVSGPRNAVPGNVYR
GASASAANAARAISPALSSDDAEAHVEAGAHRHQHHHRHHAHHHHQHEQAPAAAALVSTTIAQPTDARARDVVDMMRQLR
RELDYVSSVMADHLPAPGNGTTGRASPGQLPSAVPVPVPDLLTPSTDTLPEYEPLAEQQQRPAVRLRSTLATAIAARPAD
PVRTHATGSSSASNPTGGARASPTARHSWAAPAAAAAAAAAAAAGAGAVGPRVRSAVSHAPRPKSMSVVPDPRTAPSSAS
SSGGNGVSTLGFRAADDPMPMTAARARAQSTSALDAPDAVKPPVVAGKEEGKGGDVTKPWSRPTAAAGVSAAAVEDLLRC
FICLGQLNKAVMCPNCSKMACEACLKKWITEQKRECPHCRTHLFVSQLVQCRFVDDLQQQLKEMIEAPANAVESVDVCSA
HHAPLHYYCVTCSDAICSDCAMFDERHRGHAFQHLEKVYVAHRDRVMAEADRLDAEIGRQKVAAEQVAEKMAGLRDAQRK
MEEDLQVVLAQALHDVEAQVHDQMMRLFHEKSVYEEHAQHLADTSAAVRAAASSSSRAALIAKADRLVAQLHDAEHAFLG
AAVPADALAGATPDVPALVSPLVPVYTAVDVPLHAFSTYAQTGQVFYSAAFTANALLWRLKVYPTGNGAARGESLSVFVE
LVDGLPAGASADVQFKLAVMVPATTAASANGKATAAAAATSSKADLDTDFTTPTPNTTTRSTVPLVEGASRELATTFARG
ECWGCSELVPLAHLRDGAYLADNDTLHLRFAVRAPSYAHHCAMLDRQVAALQAEVASLRQANAAANAAAAAASKPVAAAP
PRVARLAIATAPKVVANKTGSGSGSMSAPPSPGLRVRSATAEEARVASRRATAPLAKAASAVEVGGSARNSARSVTGATG
AQVKTKSWPAPSTSPAVATAGTGRTRSPSWTLSTSPKVRTRTTTTESGVSASATHARFRPLSAVFNTLELEAQDDQSGVS
DLDDDGNDSDSDSIASGSDDTATLACVVRAPPTATTLSASSGSDTASVVRDREAARLPPPLAPVPRHSTGRYAQAPPAPA
SPRVFVAAAGLTIPDASLSDTEEGVSARASSPAVVPVATQATGTTATVMPRVKTSATGGSAASTRGAPTATATGTTGPAV
AAATAPVV*                                                                       
>Amac_AMAG_03259                                                                
MALRAVSGTPLPPGSECILPSPPPAPPAPSARSASVALARLSASSISSSTPARRSSTAFIPWQPLTASSAASALVNPNPT
PRPLGSPEATDSATVLLPGPAQLVTDSPPTSMATSAASPAMLRRSTRQRAPPPPPPAATPKPTPVSRRPSVRAAPAPAPA
AVPAIQTRGAKRSAAAATAGPDAKRRVRVIRRAPPTATVAAPAPATRPAAPPPAPRSRGARARGTPPALVPVVQDDDDDD
GMDLDVQDDAPQYGAPQYSERDVMRYAHAVRRDESDQALREMVANAASRVHGTPMPGSRPVSAPVSPSGSANATSSVPMA
TVEQQQQQQQQQRAVRIRFTVGDEPAPALEPTPVPAPSRPTKAGKTSCKRTASPSADSNLVVEALKARVAELEAQTAEMP
RCRICWGVPNTPVVSAVCWHVHCEACWLTALGAKKVCPQCRVIMRPEDLRRVYI*                         
>Amac_AMAG_03713                                                                
MRVTRSRSKAPAASAPAAPLRPAAAARGRATKGSTRRTRAQAAAHDDDDDGSEDGSDDQDDSDVEMDEADDSDTSASEGS
EPDDDDEDFEVPPPKRARTSSRGSAASASRPSTAPTTPVISAPPARAHAMARRGRGGRAAPAPLPPPARAIITIPDSEEE
EEFMAVQQALLASTSSAAANSVPAAAAGSSSNSTPPKAPTAVLEIDSDSDFVDTSAHTGDAAHSDLSASDDEDEPIAAMI
TTATQRAMTEAARRRQERIDQLNDPELIGLTPRERRSVLVRRAMDSKLKANHPDLNGVWERIPDRIDPEPVEQPEHLKLK
MLPYQVEGLAWLIRQEEEFGGGLLADEMGMGKTISTIALLLARRRRPTLIVAPNVALGQWMSEITNHIADDGQFKMTIFH
GSKRVNEESALLENDVLITSYSVIEAAFRKQEYGFKRKAGTVKEPSALHQVEWARIVLDECHNIKDRSTNTARAVFALKS
QYKWCLSGTPVQNRVGEMYSVIRFLQLDPFAYYFCRNCPCKSLHWKFSDKKSCDECGHRPMNHFCYWNYSILKPIQEFGP
TGAGREAFNNLGRLLDTMMLRRTKIERADDLGLPPRHVTVRRDYFSEEERDFYSSLYSDSKRQFATYVAEGTVLNHYANI
FELLTRMRQAANHPAMVTSKFSKPGTKAAGAGTKTAANGDVLVCGLCHEPAEDPITAKCKHVFCREDMRQYIDGYGDDKS
LTCPVCFSKLVVDLDAAPVVTVEKPMTSIVGRIDMEGWRSSTKIEALLEELTNLRKQDHSIKSIVFSQYVSFLDLIHWRL
RKAGFQCVKLDGRMNLQQRDAVIKAFSSDPHVTVFLISLKAGGVALNLTEASQIFLMDPWWNPAAESQAMDRIHRLGQYR
PIRITRLIIEDSIEERIIQLQVKKQALFDSTVGKNLDALARLSEEDLKFLFVL*                          
>Amac_AMAG_04037                                                                
MTTDPCPTPADDSPSVAPALPPAPLADSLHAMAAALCCDRCRYPLARGGAAVVSLPCGHALHRACLPHIPDADPRAGENV
VRSVACPVAACTARPHVWVGPGALGTDLMLTELVEKLVPPPPVIAGGAGDPTAAAAEARSPPTRSKRKRAESDGGDNDND
NGNHEDRSGGDGGGHDEAGHGGGGGGRDSRGCSPIGDGVHHGLVSRGAAGSEPHPQGGNAPAAKRSAVAVAVPVTAPPLT
LAVAPASDADANADTDADAALADLEPLVECPLCYQLLLDPITLFPCGHSACRTCVLRSLDHTPVRAQQAVNQHGGTGFRC
FTCRRTLLGTYSDLHYQRPNPKLAAIIATLFPEPLAARRAADPAATPPAPHDPDEPHTAPVFVCSLVFPGSPCSLHIFEP



RYRLMLRRVMEPGAPRQFGMCLPDPSRGYAPMPYGVMMAVDRAEWLPDGRSLVQTTGTYVFRVLESAKPDGYVVARIQRV
RDLDNVTPDSIVPSCIWSVVPQIRVRRAIGMDPRDLTLRDLDVWLHRRTERFLAGLSPRDQAAVRAQAGPLPPVGADPGA
WAYWLATILPIADQNKYHLLTVPSATTRLVMVLEWWGAVAPAAGGGRARVPTMHDDGGGGGGAAQADENACLIM*     
>Amac_AMAG_04213                                                                
MPRHSKNNTASAVFTYAERSRLSYGTQKVEPSARPWQFSQRLGKDSKRNFDDCFQCLQTAVDPMSWYASTPSLEPPPPPQ
LILQPISPEGHICCKECIYVSILTQKKEIQAHAKLVAQARTKEEEKAGAEQEQKAQNQLAQAQAAISVTGNDSDAMVSDS
SAAGVGTKRPDLPSFWIPSLAPSVEKDGPDVPEQTKKEVMCLSNSPHPLISAKKLFPVKFTKDKTKKSMCPSCKKQLTNG
VKMSVLKTCGHVLCGTCASQFVKSSGRCNVCDTKCRAKEIVPLPTEGTGFSSAGPVEAKRYDHAFQG*            
>Amac_AMAG_05745                                                                
MADPSSTAALWPASVNAGSATPPRAFAPPPSGPSATPPVTSPTADHSARPPQPQRSVSGPAVATMAMTTVAQAATTIPPS
IDDEVLFVQQPSLSLMCPICHDVCTDPVITHVCHHSYCAACIAQSLEIEPYCPLCRRRIKADDLHPNLALAGLISELPVY
CHYRRYGCTSIVRLDSLDHHTRTCGFAPARCKNESFGCTFSGTVQEVERHIQSSCVFTPLTKYLEVTERRLQQLEETVKH
QQAEIGRLTMLLTKHPVTGLLVAVPSDGTLSPAPEVDLDEAMRVEEDPFPAGEIQCRRTIREHTCGVTSVTYHDGTIFSG
GHDGSIKIFNAETGTHMKTLNEHRETVWSLAVDDQQQRLFSASKDGTIKVWDLRRARRSSVSSVHTGTTAMTVDGAGAET
SRPWSRESAAAPSATRTSPLLLDTLVAHQGKIYSLAIANDDDSQRRLLYSGSGDRTVRVWDLQATDVAPTASIPCVGLFQ
GHTEGINALRVAGTSLLTASNDKTVRVWDRVTGQCVRTLTLDSEVLDVATCPDAGLIFASTYDATISALDLRSAAGSGET
PSAPVAVLAGHNWGSVAAASV*                                                          
>Amac_AMAG_06522                                                                
MLGRRHYVRGPPTAPAPRSRQLPTTARIMFKKAGAAAKKNLRKRADAPTPATTTSSPASADRKHPATTNDSDDDEDTSAL
DALRPTKKPRTGGGAAEPTLADLSKLVRASSKSTAPKSTADLHVTYASSSSTSARDDATRTIEADTRAPPARSTGGTVGR
GGKPVGPQRAAAHLRVTCRFDYQPDVCKDYKQTGFCGYGDSCIYLHDRGDYKQGWQLDADWDKQQKERKAAAERAAKEAD
FEEEVVEEVVDEDDQLPFACFICRDPFKDPIVTKCGHYFCEACAMKRYRDKQPTCAVCAKPTMGLFKPAKDLVAKIKERD
ARMKQAEQEAKEARERALAEQLGDDDE*                                                    
>Amac_AMAG_06754                                                                
MADDAPAAAHPPSATVTLDDSDSDSSSSSSSGSELAATPLPPLTYPPALQLSRIRAAATCPICNDLFTRPATLPCGHTYC
SSCCVAWLSSPQSRRKCPTCRSRVFRRPALAYAVAEIVETLGGPRVSDVMTPRAAEREGTAWNALFGRDVAAGVVPDVED
GVRRCVNCVWELVGGECVNCGMAYDSDDFRDAGVARGADEDLGDEDSEEEEGSGDSIGFSSQDEASDDDDEDLGENLGDD
ADADEDRRIARRRRRRAERLAEDDEDEGSDLADFLAHDDDDIEWESDDDIDEEVERRRGRADARRAPLARLARGKRKRIA
SSDDDEDEEGGGSEEIGGSEDDAAEEVQGDPPKHGRQRRRARAPVPVVCVSSDDDDDQDGDDDAHRAVAPPARSARRGRA
PVVAVSDDDEQDDTAPAPVASTATRTITPVVALSDDDSDAPAAAAGRTATPVVTVSSDNDGSDRTDAPRSPPPQQPVASD
FDGDVTMSDAEAGEAEAPKKAKSSKKSKKSKKSKKATKSKKSGGGGGDEGGRARKRARVA*                   
>Amac_AMAG_06851                                                                
MRVTRSRSKATAAASSAPAAHGKATKSTTRRTRAQAAAHANDDEDSDDESDDQDVSDVEMDEASASADSDVSASEGSEPD
DDDDEDFEVPPPKRARTSSRGSAASASRPSTAPTTPAIPAPPARAPAMARRGRGSRSAPAPRPSPSRAIITIADSEEEEF
MAVQQALLAGTSSVAANSVPTAATPASSSSSAAPKAPTAVLEIDSDSDFVETPAHANNPAYSDLSASDDEDEPIVTMIAA
QTQRARTEAARRRQEIIDRLNDPELMGLTPRERRSVLVRRAMDSKLKANHPDLDGVWERIPDRIDPEQVDQPEHLKLKML
PYQVEGLAWLIRQEEEFGGGLLADEMGMGKTISTIALLLARRRRPTLIVAPNVALHQWMSEITNHIADDGQFKMTIFHGS
KRINEESALLENDVLITSYSVIEAAFRKQEYGFKRKAGTVKEPSALHQVEWARIVLDECHNIKDRSTNTARAVFALKSQY
KWCLSGTPVQNRVGEMYSVIRFLQLDPFAYYFCRNCPCKSLHWKFSDKKSCDECGHRPMNHFCYWNYSILKPIQEFGPTG
AGREAFNNLGRLLDTMMLRRTKIERADDLGLPPRHVTVRRDYFSEEERDFYSSLYSDSKRQFATYVAEGTVLNHYANIFE
LLTRMRQAANHPAMVTSKFSKPGTKAAGAGTKTAANGDVLVCGLCHEPAEDPITAKCKHVFCREDMRQYIDGYGDDKSLT
CPVCFSKLVVDLDAAPVVTAEKPMTSIVGRIDMEGWRSSTKIEALLEELTNLRKQDHSIKSIVFSQYVSFLDLIHWRLRK
AGFQCVKLDGRMNLQQRDSVIKAFSSDPHVMVFLISLKAGGVALNLTEASQIFLMDPWWNPAAESQAMDRIHRLGQYRPI
RITRLIIEDSIEERIIQLQVKKQALFDSTVGKNLDALARLSEEDLKFLFVL*                            
>Amac_AMAG_08723                                                                
MPPAPPAVPAAPKCCAPPATIADLLRCPICHDPLAPAPPSASDMAIITLPCGNSLHRRCIPTAPSTRSKPQHANQYFDCP
FNCCRVKMHTVPLPAPAGVDVVLTTVLEKWAAENMRPQSCCKRKRSDGSMHGSPTGSPTTPSVLDGSGPTGAAGPVPATA
GHKRPCNARPDGHLPLADQLRALSVDALPSAAPVPPPAPVDDATTRPRSASVAESFLTDGSTLINTSAADAADDTASLFS
SASISAAAPLCPIQRFFNAICPKRRAAQLADAAAAAAAQEAERVRDEADDRRIAEYGLECQLCYNLLHDAITLYPCGHTA
CRACFLRTLDHGADTCFLCRAPLPYGYLVYHHHAPNRTLRQFIESAFPRHAQARALALAAEVQAQHDQVPIFTCSLVLPG
SPARLHVFEPRYRLMMRRVTAEGAPKMFGMCAPASCGPGPASKGTMLKVQSFQLLDDGRFLVEAVGIYPFEILAKSCTDG
YCTATVKKLDDFDFLRLTDTLPPPAPLGPNAPTVRDLVCQASRTLEAFLNTLPAQARQGFLAQYGCMPCDPALFTYWLAS
VLPVEIKDKSKLLGMRSARDRLALVWKWAREVKARCPQVARVMALANAPSPCAPPCAAPCASGRAAPAPAAPAPAPAPSP
ATAPSPRSSASSRRRSTATTTTSGSYAGEDEDDEMGDDDGEYVDVDDDETMESSDAASTASTACSSSTPASPAAPAASAT
APTPSTTTAAACPTAPPDLCVIM*                                                        
>Amac_AMAG_08898                                                                
MLRRSHSESQLLVAAGRLRTPTVSSVQLWVPEANLDAKGHIKPRQIGQKKPVSPKKVSVRSPPGSAGKTLQHGWMSALAE
KKQEIETLQTEKAELRKQTDQLKVIILKLQSDKAEMKKGLTTQAEHVAKLLHSDNVPSAEIERREELQYMMQREINANLA
LKARISELEERVQIMDGFAKQQTISIKERDNVIQHQQYTIAEIKSQSEGFQEQIRTLEFQLDQVRVFNLKMEKQVKVSST
KEEEWREEVARLQKIEAQIRQENEQLREKLKEMIHATEGVNVQFLEMKKNVEAKREHFAQLSQELEEARNLYAVLMTQKK
QLQSELGVMVKQRNEAIDNNRHLETTLLKKEREINDLLGKVNDTIKEYEGKLTAKEEQMWAISEKLNEEASKKEVDMSAV
EREFLIEMERKIDAQAKAHAEEMEDLVKTARLRENQVLELTKRLNDMETRQYEPRMERLRAIEKDFKSRMEEYLLAEESL



ETALICPKCLQFFQHPHTLTPCGHTFCRDCVAQMKAEHYDRVHCQECPEVTVQDVFRNEPLESLTERFTRRKSLMISMMS
WIKVLKVFVPGSQVGAVR*                                                             
>Amac_AMAG_10164                                                                
MNSTCRLLPRLPSCPSRTTSPPAPPAVPAVPKCCAPPASIADLLRCPICHDPLAPAPPSASDMAIITLPCGNSLHRRCIP
TAPSTRSKPQHANQYFDCPFNCCRVKMHTVPLPAPAGVDVVLTTVLEKWAAENLRPQSCCKRKRSDGSMHGSPTGSPTTT
SVLAAESGPTGTAPVPAATGHKRPCNSRPTDGNHLPLADQLRALSVDALPSAPSPVPPVPVDDAAATRPRPASVADSFVT
DASTLINTSAVDDTASLFSTASTSTATAPLCPIQRFFNAICPKRRAAQIADAAAAQTVADAARARDEADDRRIAEYGLEC
QLCYNLLHDAITLYPCGHTACRACFLRTLDHGADTCFLCRAPLPYGYLVYHHHAPNRTLRQFIESAFPRHAQARALALAA
EVQAQHDQVPIFTCSLVLPGSPARLHVFEPRYRLMMRRVTAEGAPKMFGMCAPASCGPGPASRGTMLKVQSFQLLDDGRF
LVEAVGIYPFQILAKTCTDGYCTATVKKLDDCDFLRLTDTLPPPAPLGPNAPTVRDLVCQASRTLEAFLSTLPVPSRQGF
LAQYGCMPCDPALFTYWLASVLPVEIKDKSKLLGMRSARDRLALVWQWAREVKARCPQVAKVMALANAPPSAVPCVAPCA
SGRAAAPVPVAQPAPSAQPATVVPSPRSSASSSRRRSMTTTATSGSYVGEDEDDEMVDDDYVDVDEDEGMESSDAASTAS
TACLSGTPASPAAPATPAAPSAPAAPTAPAPASSSSTTCPTAPPDLCVIM*                             
>Amac_AMAG_10293                                                                
MASRDVPTTARNTPSTTTPPETPRRAIFELVDRVRALGAAPRDELTDPLHAVPTPPETPARRTARGSSRSSSSSMRNARA
NADDNNEDDTAAHRHEPVEVAPANATDADLPDWAACPICHAVLIDAMTTPCGHTFCGPCLAQWMFGCAALPADWDRPVAW
GDLTPRADLVARVREKFAVQVKARINDPEVQVWATRRQVTVRFAIGNRHTYVIENMLANRSNVHLWTFFVHADPPHLDAV
LIDRVVVHLHPTFRPASVTLTAPPFELKRLGWGIFNIAVEIYWKLSIQTPANPTVAEWLLDFTDDGSATHFDVPFLIPRA
DDDGDTASALALHPTPPHPPPSSAPDPTTTHADVPQEDLPTVPTPLSRPRSPHNDDDEDSVSALPPLTGASTPARQPRQR
HRTTDSNWSIFSDPLSEAERVEVGRSLDEELHELGITGDEDVEEEPEGVDEERAPGWVAGGGRRASAAVAGGFGGDGGWG
GWSGAGRVMGLVGSRESVWRGQDQGGGL*                                                   
>Amac_AMAG_11431                                                                
MNDRKRKPTTGAHDGPTMTVSSSGSGTGDGLSSPASDGAISDAGSDRRKRPATLAAVTAAQLPAHDSAVLGVDPLADTMT
PPPFPADSPESLKLLIRTFQKDAVYRHLRDLHRTVERLQSERDDLATKNSQLADALTAIGGWWSEIVDELLVLSARFDLS
TSLEELMSTSGVSCIPTALAATLLACVALDLTVPPPPSLARSLARSLDTARSSLFAALLETDKEEVLEDELNATHTEARQ
IVANLFHYVEHCADGPATSTVLDQLQARYTAVQRQLVRVERQLAAAQKHAADQAAQLAAKDDEIAALQRAVDRLQSCTWQ
TTFQQPLGPRNSAAGPAASIASPLAATPAASSANLPDLAGAPDPAGPARMLTLADVAAIPEDDRVKELATLTEQLADVRQ
ERDALAAKLQTAPDESVLQAHPYVQAQHDEAQARAREAALWKKKHAEATAENASLRDLHAALQGQHRDAVAAVEAQAEAE
AKRLSEEITRLRRQRDDLHLARDSLTAEKNAKLHSSDAAKHQVAVKQARIESLAAQTRRLQASLVEQAGLPRVAKELLVD
PGLLENLEARLAATAAAADSVGAESEVAKLQAQLALAQRQVTMLTRELNSVVEGYERLDATVTTHVRALADRDDHLARLI
ADKTKLDGKILFLRKQLEQLKAEADGTGGRERRCGRHTAPAALDLDAQMAHYCGKPKDADARAAVAAATRDARIADAELA
RHERSRAQDALKQAEALLAERDARIAKLEADAAKRRDDPPSSEAEVMLEQYRQLLLCGTCKTRFKDTAIARCMHTFCRQC
VQDRLDTRQRKCPTCSEPFGSNDVRTIYM*                                                  
>Amac_AMAG_12140                                                                
MADAALTCAACHSPLCAPILTLPCGNSLHRACVLAPPACAPPPLNRLLICPFAGCAWRAHPHPLTIAHAGTDTVLGDALA
ARNDVEVADALECALCLHLMADPVTLFPCGHSACRACLVATFTAPPPAQTCGAPPAVQTGPACFLCRAPVLAPGGNACTA
GAYYARVPANRALSTLIARVQPRRSADETDDGDANVPIFACTLVLPGMPCRLHVYEPRYRLMIRRVCTQRANRDFGMCAP
REDGTVAVGDVGTLVQVQAVQWLADGRAIVETVGSAPFRILEKRCVDGYCVARIERVRDEPGEEVKLDDMVPAPETPCSS
GGPCSTVRDAICGASRMLERFLGRLAGAQRAQFVEQFGAMPCDPRAFTWWLAGVLPVDAARRARLLTDASPKSRFATVLE
WVRDVQRRCAAPASVGVGEEAPSAAVCEAVGACVPEEDEVVESEEDEVEEEEMASSLTRSSCASWCGSACAEEEGGCGAS
WCAWGGELDDEDASDEMESDDETHDDAARTLRASASPAPVPAPSRTPRRSDRTASATPTPSSPRSTPARPAAAAAAAAAA
AAPAPPPPRSSEPAPAPGRCGGRGSGAGEDMCVIM*                                            
>Amac_AMAG_12288                                                                
MADLSSTPAPSPWPASATAAGSAAPPRPFALPPGPSATPPVTSPTADHAARPPQPQRSVSGPAVATMAMTTVAQAAATIL
PTIDDEVLFVQQPSLSLMCPICHDVCTDPVITHVCHHSYCAACIAQSLEIEPYCPLCRRRIKADDLHPNLALAGLISELP
VYCHYRRYGCTSIVRLDSLDHHTRTCGFAPARCKNESFGCTFSGTAQEVERHVQSSCVFTPLTKYLEVTERRLQQLEETV
KHQQTEIGRLTTLLTKHPVTGLLAAVPSDGTLSPAPEVDLDEAMRAEEDPFPAGEIQCRRTIREHTCGVTSVTYHDGTIF
SGGHDGSIKIFNAETGTHMKTLTEHRETVWSLAVDDQQHRLFSASKDGTIKVWDLRRARRSSVSSVHTGTTAMTVDGAET
SRPWSRESAAAPTATRSSPLLLDTLVAHQGKIYSLAIANDDESQRRLLYSGSGDRTVRVWDLQATDAAPTVSILCVGLFQ
GHTEGINALRVAGTNLLTASNDKTVRVWDRVTGQCVRTLTLDSEVLDVATCPDAGLIFASTYDATISALDLRSAAGSGEM
PSAPVAVLAGHNWEVWQLQVYDGTLFSASFDHTIKRWDPRAMACTATLRGHKGFVHALATGRGCLISGCADRTIKIWS* 
>Amac_AMAG_12416                                                                
MVTPIDDPAPPARVPDATVESVPDADDGARQDDGSRQFDAPKSSDAPRADDGSRNDDAVRIVDATSASSTNVSSAMTADA
SPTPAAPETNSDISPRTAADMDEDADPVPAPPRRTFYSFDATALRQRITTIPARGLRSRLVSANPPGTASSTSTSPNVPP
ARARPASTATATSTATSNSVPATTASASASTTSATSAPDAADMGGLGSGLFECNVCLETASEPVVTLCGHLFCWPCLHAW
FESCQTRRVAQTCPVCKAGSGADKTVPIYARGREALDPRRGGHQTSSSSTSSRSAESTTTGGTAPPRPPPQRPDPVVPQS
SSGGASFRFGLFPGMFGVSMSFGGNAGGAAGPDAPLGGVDSEHGNQNLSSLMMLIGLFALFNVVFPLLAM*         
>Amac_AMAG_12550                                                                
MATASTTNNHGDPRPPHSTAPVQDHGPPTTSKYCCAPTSPALPTLTAASALPVNPVPRHATCHAGSVSNIHATAPTSKEA
PACTGPTAPVPTCTSATTSPSRAAALATALQTDVDRFNAAITLHLDTHVRAGLVTAFEQLKAAAKHNARVASALRKLADR
YERDVHATLVRGFVSARGVPISVDNLDAGVVISLGSEKSGAVAAADAVMDAVLKKRGVGKSIKRPLSCVSRALHELAAGS
TMIYSAIASISLALHETAALVDDTRGSDSAATREVESDALRRIAEWRQAVVSILGQIKTGLSTLLPAAEEFQCPICLDIM



PDAAILSCKHRFCPPCIDEYRRCTNGVSRGTVFVTFVNDAANSVVLSATPHAIDDDVRDLLGRNETAPVSDMATPGDDTT
GSDASTAPSPTTTARPATNDGGTAVGRPGTFTMQYESPFLPTAHQHPVMVRLPCPICRQITVTARGRALPTDAHWAEHVA
AYFPREIAARRRTEAVAAAKRKVVSAAKAVQHAVATTRLLGRPLGQAAWAKSNPQG*                       
>Amac_AMAG_13127                                                                
MPTTRRKTAAAAVVKPGPSPALRRSARLTRSTSASVSAAAPVPESGAAHGLEGVAKEPTRKRQRRRGPAPPADAESTADT
QVLLAAAGLSQAQTAVNEPLLAPVVNATSTLELALALMPRKSKGKRKVSGDESAPKMGKSTRRTRFDELILEDWVPHAID
EVVPDLPAGSSLAAVANSQAALLSQQHFPAALAAVPSLLQIVEPGREEGGGEGPAEATSWWRFFPDVLSATPETDSAQAG
ADDDDALLAAAARDRSAYYDGFGPNLNGNHDGATPVHVDGNGAFVAGQVPALKSGLASNEKELFMSKEKAMVWFRLPMPP
STLDTATSKCVEPTILADAIVRYVPVLCVRRPSISVDGHFVYSFGSVTEEMQYVHPRSMLMTQDELKALTLADFADLETA
DPYYERAKRVRPSMGHEYHEELQPDGFVISKKGIDRAILNHVVFSLKSDAFWRHDGDWPEHPGSNFHQDSCATGRIFVAW
SGGQNVSDWNPDQDQYYRVVLRSIKGEWYPPPDQRASPVFSSSEDLHRYPYDVCVYLKTDAADTVLRDGREVPGLKDLAR
SLLSLLQRRNESRPFRFYVPDTLEGGHEPAPTPPGFQLELHDFQQRALSWLLALERSRRARTIHVRQITGTTTARQRAQF
AASDLRFRPNWIQLGPGGMWLNSASFDIAADPAVWANCHLGSAGLECRGALEVSKMGAGKTIMALSLVAANPFRSVRGIV
WDKPAERLKYLVSRATLVVVRSDLVTQWVAEAKKSLPVGSKILQVATIRDHRSLSWNDVLLADVVVVSLAFLQNPNYQKR
VTEVADTKGGYCMPRGAYKPDLGTDMWPDRHKRMRIWWHALTPDKAKFFNDRVDAHMAGLHERTRAQFGTDKNCVIFERV
HWHRIVIDEIHEWSHAMSARAHHRTNTRTAETLVFTMKTRFRLGLTGTPPLTHPEMVLALAEAVGVRNLPSTVSDAQAFL
NTHVRRNNPDLEIPPVHYATQWVDLTPAEVGLMASYQGQSIRSRLMMCNHHQIHEDVVAAMGATATSVDEVAAQMQVVRL
NKIESFVKQGRKLQEDIAVLTAHMEALVPVIHDDERANIAVGLTITDDNRLVVLGTDAHERLVRYLTAPDADDDEVMDVP
IEILRVELSRVNDALTDAKTTGRKLVQACTDFAAVSGQLRVVAAQHRFMATVLTAIAEDVDQACPVCMEDIARTDPLVIT
RCGHIYCDSCTQTMLARPRRMCAMCRGDLDGAGATTRLVLHPADESMAEQEDDDVDEDADYAIYGSKIKALVQFVRRVVR
ADPTAKLILFSQFHRLTALMAHAFTEFGIGNVKLMGGNVLSKRRAITLFRNDAEMKVLFLSAEDSVSGLQLTEANHVVIV
HPFLGASEAMARANEMQGCARAVRAGQGREVTITRFVMRGTIEEELTALRSDLHRPETVLEGTGSEEGAVGN*       
>Amac_AMAG_13128                                                                
MPVTRRQAAIARGDPAPADSPAPRRPRAVPRKSKPPKPVSRSKRATVVPADVDSDLEEEEPVEVEEPKPKRQRRKGLAEA
VAAAVPVPEARTDAGQPSLNDDDRVEPEPEPKPAPKKGKGIAKKSVADEPIPADWAPHAIDEFATDHADASSSSQAAAAA
VDGQDALQLQQHFSAAATSAAPPIAAYGDENGDGEDAEQDDGATNWWRFFPDVLSKTPDEVDLRNQPDASADDGVLLAAG
VHDRTGFGHGFDPTARSNNNGGARPARPMLDDDGGEAEEPAAAPAAKPGLERDETLLFMSSEPMSLPFRLPMPPASIDIN
SLECSEPSVLADVIARYVPVLRVRRPRIRDDGHFDYSWSMLTDDVHFVHPDSMTMTDDGLRQLTFSSFDELEAADPYYER
FKRVRQTPGREEHERLRTDGFVDAPRGIERKISDRLVFMFKGDTYWRHDGDWPEERDASPLDSCAAGRMFIVWTGGTNVS
KWTAEHNQFYRIVLRSIKDRYYPPPIPAEPDTHHEARLDKSQYDVCVYLKTDAANAALREGRNVPGFSDQFKYLKCTLEA
RSDATPPKFYVPDTIDGGHAPAPTPPGFQLELRDYQQRTLGWLLVLERSRRARTVHVHQATRQSTLQQREQFAATALRGL
PNWIQLGKDGMWLNLATFTTAADPIVWADRHLGTAGIECRGALEVSKMGAGKTVMALSLVAANPFRSVREIVWDDPDDKF
KYLVSRATLVVVRSDLVSQWVAEAQKTLPPGSKIVQVATIRDHRDLMWNDVLLADVVIISLAFLQNSNYQKRVAKVVKTN
NKYCMPREAYLLRCRDADRNELNWYGRFQRQQWLKAPMAGDMPYFNVQMDAHISGLQERTRAWFGSDKNCVIFDRVYWHR
IVIDEIHELSNVLSAREAWRHASTRVAETLLFSLKTRFRLGLTGTPPLAHPLVVTALAEAVGVRGLPATVADTQAFLNTH
VRRNEPNLEIPPVHYHTNWVDLTPAEVGLMASYQRQSVRSRLMMCNHHQIHDDVVAATGVTATSVDEVAARIQVVRLDKI
ESLVKQGRKLQEDIATLTARMEALVPLIPDDEHAKMPAGLTISDDNRLVVMGADAHERLVQYISAPDSDDADMDIPVEVP
RVDVSRVKNLTVDAKTTARKLVTACTDFADVRGQLRTVAAQHRFMATVLSAIAEAEDQACPVCMEDIARTDPLVITRCGH
VFCDPCTQTMLGQPRRLCAMCRGDLDGAGATTRLILHPVDEPMKESDEEEDEDADYAIYGSKIKALVQFVRRVVRADPTA
KLILFSQFHRLTALMAHAFTEFGIGNVKLTGGNVISKRRAVTLFRNDPDMKVLFLSAEDSVSGLQLTEANHVVIVHPFLG
ASEAMARAYEMQGCARAVRAGQEREVTITRFVTRGTIEEELTARRSDLQRENGDEQAGQVEAEGPVEI*           
>Amac_AMAG_13131                                                                
MPPATRRPRRAAATAAAAAIAGDPAPAAADPPALPRAPSARPRAAATPRRTARAAPTTAPRLTRASTAVAEPEAEAEVEV
ELSDEEEEEEPKPKRQRRKAPAPKPKPGKGQARKGARPLFRAPRCRRRGVWGRVVVARDAQCEARGRAALRRAPTALPRG
PSPPKHVEPASSSTDDEDQPELEPEPAPKKGKGKAKKSVDDEPIPADWVPHAIDEVVPDQTAESSSSQAAAAAVDSQAAF
LSQQHFAATVAPVAAAQPENEENGEDDAEQDDDATNWWRALLAAGVHDRTGFGHWFDPTANNNGDVGAAAAPPARPMLDD
DGEDGEVPAAPAVKPGLERDENQLFMNSEPVFLRFRLPMPPTSLDMNSFKCLESSVLADVTARSVPILRVRRPRITDDGF
FEYSWGMMTDDIYYVHPDSMTVSDEELKGLTVESFADLEKDDPYYERAKRVRPSLGRGEDEKLREDGFVDAVRGVDRMIM
DRLVLAFKTDAMWRHDGDWPEEPGANDHQNSYAAGRLFVVWSGANNMWGWTRDHNQYYRTVLRSIQDEVYAPPDPTAPLN
RDGWGHRYDQYRYELSTYLYTDVVNAALREGTEVPGFAGQMSYLMRLIETRNAYRPPKFYVPDTVEGGHAPAPTPPGFQL
QLHDYQQRTLGWLLALERSRRARTVHVHQATETTTHEQRGQFMSTTLRGCPNWVQLGKDGMWVNLATNTTAADPSVWNDR
HLGTAGLECRGALEVSKMGAGKTVMALSLVAANPFRSARAIPWDDPADKFKYLVSRATLIVVRSDLVTQWVAEAQKCLPP
GAKIVQVATIRDHRDLTWNDVLLADVVIISLAFLQNQNYQKRVAKVAKTGGRYCLPRDAYQHSRSDLEWQDSFYRRQRWF
KAATPAYQREYNDTLDAHIGHLHERTRARFGNDRDAVIFDRVYWHRIVIDEIHELSHVLSARDAWSRTNTRVAETLLFTL
KTRFRLGLTGTPPLAHPVCVVSLAEAVGVRNLPTTVADAQAFLNSHVRRNEPDLAIPPVHYQTNWVDLTPAEVGLMASYQ
RQSVRSRLMMCNHHQIHDDVVAATGVTATSVDEVAARIQVVRLDKIESLVKQGRKLQEDIATLTARMEALVPLIPDDEHA
KMPAGLTISDDNRLVVMGADAHERLVQYISAPDSDDADMDIPVEVPRVDVSRVKNLTVDAKTTARKLVTACTDFADVRGQ
LRTVAAQHRFMATVLSAIAEAEDQACPVCMEDIARTDPLVITRCGHVFCDPCTQTMLGQPRRLCAMCRGDLDGAGATTRL
ILHPVDEPMKESDEEEDEDADYAIYGSKIKALVQFVRRVVRADPTAKLILFSQFHRLTALMAHAFTEFGIGNVKLMGGNV
ISKRRAVTLFRNDPDMKVLFLSAEDSVSGLQLTEANHVVIVHPFLGASEAMARAYEMQGCARAVRAGQEREVTITRFVTR
GTIEEELTARRSDLQRENGDEQAGQVEAEGPVEI*                                             
>Amac_AMAG_13193                                                                



MAEMDDAKARILAAVVLARDDNDTSNNDSTGSGNHDDDDCEHDDSHHDHAKFTRPRRARGAARRRRRRSPPPPPLPPRYP
PVAGAAAMADAALTCAACHGPLCAPILTLPCGNSLHRACVLAPPACAPPPLNRLLICPFAGCAWRAHPHPLTIAHAGADT
VLGDALAAGSDVEVADALECALCLHLMQDPVTLFPCGHSACRGCLVATFTAPPPTLCGGGGEVAGPACFLCRAPVLVPGG
NSCTAGAYYARVPANRALTALIARVQPATAPPPADESDGDANVPIFACTLVLPGMPCRLHVYEPRYRLMIRRVCSQRANR
DFGMCAPRSDGTVAVGDVGTLVQVQAVQWLADGRALVETVGAAPFRIVEKRCVDGYCVARIERVRDDPDECVKLDDAVPA
DVSPCSGPCSTVRDAICGASRMLERFLGRLAGAQRAQFVEQFGAMPCDPRAFTWWLAGVLPVDAARRARLLTDASPKSRF
ATVLEWVRDVQRRCAVPSAVRTEEAPSAAVCEAVGACVPEDGDVVESEEEEMASSPTRSSCASWCGSACEEEEGGRCASW
CAWGGELDDEDAPDEMESDDDEANHGDAARTSRASVSPQQSATPTPCSPRTAPPRPAATATAPAPAPPPPRPSEPAPAPG
RCGGGSGAGEDMCVIM*                                                               
>Amac_AMAG_13230                                                                
MSTPVANPSSPPASAPGTAASTTTPAAGAPPPPSAALARFPLATPPDVIRAAQKDDYYVVMLRNSMAEVVASTLGSREYA
RLSKYLGIAASTLYYALTTGLGQSTLGEEYCDIVPTTADASSVPARWRRLLFVLSQSVLPAFLQHWLAGAPPGTKRAHLA
SAVSSLLPLHLAVFYFTGAYYTLAKRISGIRYLSLTKPTDEQANFSYAPLGRLLLVQILTTGGLAAWRAWRAWRRGRAVA
KAVLDDSAPLPQGEEKVASAVTTTVLPYESTGDCVLCMCPRDVSTAGPCGHLFCWSCVCEWLKEKVRIEVVQTGKPECPL
CRTPCFHRDLICVRY*                                                                
>Amac_AMAG_13888                                                                
MPSRQVHLVRVLRPSAWLLTLSRDSAPFFDRQVLFFFDLHPLTPIPLYLLPSRPPFSSFLSLTRPARAARRRTRLEPLPP
LRVPSVDSMNDRKRKPTTGAHDGPTMTVSSSGSGTGDGLSSPASENSDAGSDRRKRPATLAAVTAAHLPAHDSADLGIDP
LADTMAPPPFPADSPESLKLLIRTFQKDAVYRHLRDLHRTVERLQGERDDLASKNSQLADALAAIGGWWSEIVDELLVLS
ARFDLSTSLDELLSNSGVYHTARSSFLAALLETDKEDVLEDELNATHTQARQIVASFIHYVEHRAEGPATSTVLDQLQAR
YTAVQRQFVRVERQLAAALKHAADQAAQLAAKDDEIATLQRAVDRLQSRTWQTTFQQPLAPRNSAAGPAASIASSLAATP
AASSANLPDLAGAPDPAAGPARMLTLADVAAIPDDDRVKELAALTEQLAQVRQERDALAAKLQTAPDESVLQAHPFVQSQ
HDEAQARAREAALWKKKHAEATAENASLRDLYAALQGQHRDAVAAVEAQAEAEAKRLSEEITRLRRQRDDLHLARDSLTA
EKNAKCHSKRAAKHQVAVKQARIESLAAQTRRLQASLVEQAGLPRVANELLVDPGLLENLETRLAATATAADSVADESDV
SKLQAQLALAQRQVTMLTRELNSVVEGYERLDATVATHVRALAERDDHLARLIADKTKLDGKILFLRKQLEQLKAEADGE
RRAVDAARDAQRAADDAARAAQAHIVALTKELAAANDVAAAHRTRALDLDAQMTHYVRQAKDADARVTVAVATRDARIAD
AEQARHERSRAQDALKQAEALLAERDARIAKLEADAAKRRDDPPSSEAEVMLEQYRQLLLCGTCKTRFKDTAIARCMHTF
CRQCVQDRLDTRQRKCPTCSEPFGSNDVRTIYM*                                              
>Amac_AMAG_14354                                                                
MADDAAAPAARPAKRRRRTTAAADQDNTADAPRWPLPLLAPHHSPIPLPKTRSLHRHPRRAAVGAVVVEATATPRARKPK
AAPPDELDETDPTLPPHAIDERPGSLAETAHDRNYWDRVPPEVWADRDENVAPQEDQDGGDDDPATSWWRFYPDVLEEGG
TPARATRRAERIGGDDSDDDDEDDSESSDASDSDRDRSAVASSSTAPPPPPSAAATHTLDNDDDLLAAAVQAQAALRNRA
NDYASTYDLLRGRGLPAAATMPGPAGINNRQPNNAADDEVIEYREPEPDANLLFLCSSDTFSTCRRLPLPTGFLTNDRCA
PRGLIVARVEPYTIKELVVRRPRIGTHGRYVYDMYDYLDWENVTYRLPDTDPRVINGQWDQVTDEDFLELERADPYSSRV
VRPTPGARNERVEGDVVTQPPAPISRKLETRLKWRLAADAEYMDDGDARPLAERNGGDHNDDAPVPDAAENADGGEASKA
RFRAGQPVPAFSDIEWARKWTPAHAPFYTLVLRAIRGSEYDHGSETRDIPRQHYYGAATAYRYHLCIYVDVAKAVAAINR
GAEVPLLGHFLFKAASLIRTVRTAELPKLYVPDTLEGGHAELDVLPGFQHTLRPYQKRSLGWLVALERDPKARTLWVRKL
PDHATTLEKSEFESYEAADIPVVVALAQGGPWFNLYTRQWARVNYWARTRAPIVPVECRGALEVSRVGAGKTVTALALVH
ANPFSSVREIPWAHPGDRDRYLVSRATLVVVRSDLAAQWYNEAKRALPPSAKIFQLTTIHEYRKMTWNDLLLADVVIVST
AFLQNTNYRARILELIGAAKYHLPPDSTEGIAQASMYDDFGHFRSGTGAITTPYRDWELAASTDSYHAFTARMDRHLFWL
NQRGRSAFGKETNAVILERVHFHRAVIDECHELGVVTASQAESQPEYAYRRGGGKRKNASKTEKAEMLLSGLRASFWLGL
TGTPPINKPESVLALAESVHVHGLPKTRAAAQAFLNGSVRRNNPTLTVPPVHYRTEWVTMTAAEMGLMASLDTHGALPTL
ARLMMCNHHQITDALVALTGTEGEHTVDQVAALLQTVRETKMADHAKHARDLQTDLAKSLGRLHALVVTYPNVAAALPGT
GVTVVQPGNVIRVDGHVALTALALEAHVPVGPGKPDPVPENAVPVPIPSAAATRSEAPRTDAQKWARRLVQAYRELADVQ
RQLRAVAGEWNFMNAVLDAIRSAEAQACPLCLEEIEVGQPLVMTRCGHVYCTDCSRAMLQRVPRRCAICRGDLEGAHAVT
RMVLAPPEAEGEGEAEEKKDEAEKDEKKDGEEGDGIDYAKYGSKIRALVAYVRRVLAADPTAKLILFSQFRRLTALISRA
FSEFNIPNVRMAGGNVLSKRRAVTLFRTDPDMKVLFLSSDDCVSGLHLTEANHVVIVHPFLGASETMSRAYEMQGIARAV
RAGQTREVTVVRFVTRNTIEEEMTARRTDVQLAPAAMAAVAVAAAEGEGAGAAEGEPMEGVVEEGVGDA*          
>Amac_AMAG_14715                                                                
MPRPHPPPRLAASAPPQRAPTPAVIDLTSDGDGNDSGTTTPALTQSSASTDPAHAPFLAAIAVLLPDHARERAPRADVVA
RYLLRGHGNLDAAVSLYLDDVQRGTAALSANLARSTASAPRATKRAAGSASHALQQTQPRPRHEAAQLPSRPPALEVTRR
KVGEFMATTYAVARGSNLLALDVIYPVERQAQPAKKRPRTTAVFPSSSAVDRATTAPCIVRFTAPTTGTALGRFERTESA
WMGPLLDRGVASFSVAPITTPSPLTTGDEIIVQVSAYLNESAWSTPTNDAKFDGQSRVPLARMFAACHLVPTAAGLPLPA
GGADQIWTSLGVLDDVPDAPTKPAESGDEATTENAEQKVDPTLLASVFDKVQQQVEQLPRASTPESMCFSLRPYQEQALW
WLKSKEEFQAGQHMHPLFLGLPFFPSTAAIDGDADPAASFYFNPFDGELLLDMPAVDTQTRGGILADEMGLGKTIEMLAL
IHANPAKKRSRATLVVVPMSLLGQWESELNAGSLPNTLHVVSYYGQGRALQLHAKLPTVVVTTYGIVQTEFDRAPTESPL
FSRVWHRVILDEAQHIKSHTTQTAKACCAIQAPHRWLLTGTPIVNHLDDLYSLVRFLQYAPWSQHVFWRHHISIPLAPVP
PTTSSKMRATFRVRVATWANDENGSEARAAALEAVQNLMSQIMIRRTKTTVINGEPILTLPTKDVSVQYLDMSEHERDVY
FLRPADDALETHTKTKFSHFVRAGTVLSNYTHILALIMSLRQCCDHPWLILQQTFARSGALDDSATVELQKLLERFGCDA
DATPDAGATTTDAAAPAAPSNEFLSQTVSNLLDQGDQNECPLCLDPVTQPTLFPCFHAFCHDCITDYLAKLAQRGEPSAC
PVCRRSVTEDELMHVVYKSEIAPAAFSSPPEGSLASWASIASPPPPAAPAAALVSHAAKQVAKARTPSTKLVALLAYLRA
EVVPHGAKCVVFSQFVGMLDLVEDLLRSEGIGCARLDGSQAQARREVELRAFREDATKTCLVASLKACNVGLNLTVANHV



VILDPWWNHAVEQQAIDRVHRIGQTRPVRVTRFILRDTVEERMLKVQAAKIEMVAAVAAPLASSSTANTAAGEPEAGVTA
RPEDAKRKRLDDLNVLFGM*                                                            
>Amac_AMAG_14890                                                                
MDMDLDDGLLPDISKHEQKDSEVEFAVHTLDEIRAFQTREADHVAGIIDIAPEHAATLLRHFTWNKELLIERYMDDPVRV
LKEAGVRLANADGSSASGPVISTVKNFTCEVCYDEGDDVPSVALRCGHRFCAACYGHYLTQKIRDEGESRRIMCMGAKCK
LIVDAATVAALVDAATLTRYETLLLRTFVDDSKYLRWCPAPNCDRAIECHVARTQLDKVVPTVTCSCGHRFCFGCALDDH
QPCVCSLVKIWLKKCQDDSETANWISANTKECPKCQSTIEKNGGCNHMTCKKCRYEWCWVCLGPWAEHGSSWYNCGRFDE
TASVNARDAQAKARASLERYLHYYNRYANHEQSAKLDKKVYQATEAKMQEMQLQSDLSWIEVQFLKRAVDIVMSCRMTLK
WTYAFAFYLDRTNMTELFESNQRDLELAVEHLSGLLESEIVPATIPQLRQKVLDKTVYVQQRRDILVEDTARGLKEGRWT
WTVRP*                                                                          
>Amac_AMAG_15207                                                                
MSLLGQWGSELNVGSLPNTLHVVSYYGQGRALQLHAKLPTVVVTTYGIVQTDFDRAPADSPLFSRVWHRFILDEAQHIKS
HTRQTAKACCAIQAPHRWLLTGTPIVNHLDDLYSLLRFLQYAPWPQHVFWQNHISIPLAPVPPATSSKTRATFRVRVATW
ANDENGSEARAAALEAVQNLMSQIMIRRTKATMINGEPILMLPAKDVGCDTRGSILAAEFCGAAAPLDDSATVELQKLLE
RFGRATRDAAPDAVATQADAVTSAVAAPTNEFLSQTVSNLLDQGDQSECPLCLDPVTQPKLFPCFHVFCHDCITDCLAKL
AQRGEASACPVCRRSVTEDELMRVVYRTNTAPAALQSSPEGSLASWASGMRVTRFILRKTVEERMLKVQAAKMEMVAADA
APLVSSRTVSAAGEPKAGAAVRPEHANRKRLDDLKFAVWDEI*                                     
>Amac_AMAG_15438                                                                
MFKKAGAAAKKNLRKRADAPTPTTTSSSPAPSDRKHTNDSDDDDDTTALDALRPTKKPRTGATLAEPTLADLSKLVRASS
KSTAPKSTADLHVTYTSSTSTSARDDATRTIEADTRATPVRSTGGTVGRGGKPVGPQRAAAHLRVTCRFDYQPDVCKDYK
QTGFCGYGDSCIYLHDRGDYKQGWQLDADWDNQQKERKAAAERAAKEADFEEEVVEEVVDEDDQLPFACFICRNAFEDPI
VTKCGHYFCEACAMKRYRDKQPTCAVCAKPTMGLFKPAKDLVVKIKERDARMKQAEQEAQEARERALAEQLSDDDE*   
>Amac_AMAG_15806                                                                
MADDAAAPAARPAKRRRTTAAADQDNPADAPAAAAAVVAAGRGARGAATPKTTTPRPRKAKAAPPDEQDETDPTLQPHAI
DERPVTLADMAHDRNYWDRVPPEVWDDRDENVAPQEDPNGDDDPATSWWRFYPDVLEEGGTARATWRTDRIGGDDSDDDD
DKDDSESSGSDSDRDRPAVASSSTAPPPPPATATHALDNDDDLLAAAVQAQAALRNRANDYASTYDLLRGRGLPAAATMP
GPSGTNNAQANNVADAEVPEYREPDPDANLLFLCSSDTLTTCRRLPLPTGFIDDDRRAPRGLIVAHVEPYTIKELVVRRP
RIGPHDRYVYDMSDYVDWENVTFRLPDTDPRVVNGQWDQVTEEDFLELERADPYSSRVVRPTPGARNERVEGDVVTQPPA
PISRKLETRLKWRLAADAEYIDDGDAHALVERNGGDHDGDDSDVEIPDATAADGGDDATKARFRKGQPLPVFSDTEWARK
WTPDHAQYYTLALRAIRGTEYDHAPETRDIPRHHSYGYGATLAFQYHLCVYVDVAKAVAAIERGKEVPLLGHFLFKAATL
IRTVRTAELPKLYVPDTLEGGHAELDVPPGFQHTLRPYQKRSLGWLVALERDAKARTLWVRKLPDHATTLEKAEFESYEA
ADIPSVVALAHGGPWFNLYTRRWARVNYWARTRAPIVPVECRGALEVSRVGAGKTVTALALVQANPFQTVRDIPWAHPGD
RDRYLVSRATLVVVRSDLAAQWYNEAKRALPASAKIFQLTTIHEYRKMTWNDLLLADVVIVSTAFLQNTNYRARILELIG
AAKYHLPPESEESIAQSSMYDDFGHFRGGTGGITTPYRDWELAASTDSYHAFTARMDRHLFALTHRGRAAFGKDANAVIL
ERVHFHRAVIDECHELGVVTASQAEPRPEYGYRRGWKRKNTSKTEKAEMLLSGLRASFWLGLTGTPPINKPESVLALAES
VHVHGLPKTRAAAQAFLNGSVRRNNPTLTVPPVHYRTEWVTMTAAEMGLMASLDTHGALSTLARLMMCNHHQITDALVAL
TGTEGEHSVDQVAALLQTVRETKMADHAKHARDLQANLAKSLGRLHALVVTYPNVAAALPGTGVTVAQPGNVIRVDGHVA
LTSLVVEAHVPVGPGKPDPVPDGAVPVPIPSAAATRSEAPRTDALKWARRLVQSYRELAEVQRQLRAVAGEWNFMNAVLD
AIRNAEAQACPLCLEEIEVGQPLVMTRCGHVYCTDCSTAMLQRVPRRCAICRGNLDGAHAVTRMVLAPPKAEEEGDEAKE
KEDEKKDEKKDGEEDGIDYAKYGSKIRALVAYVRRVLAADPTAKLILFSQFRRLTALISRAFSEFNIPNVRMAGGNVLSK
RRAVTLFRTDPDMKVLFLSSDDCVSGLHLTEANHVVIVHPFLGASETMSRAYEMQGIARAVRAGQTREVTIVRFVTRNTI
EEEMTSRRTDVQLAPAAMVAVVAAEGEGEGVAEGVAVGEPMEGVVEEGGDA*                            
>Amac_AMAG_17311                                                                
MSATRRPRRAAATAAAAAIAGDPLPAPAADPPALPRAARPRAAATPRRTARATPTTAPRPTRASAAAAEPESDTEDEPED
EPKPKRQRRKGPAKPTKAAATAAAAASVPAPAADEEVPVASSSRVTRSATRSRASPKGKGKAKAKKSVDGEPIPADWVPH
AIDEVVPDHTEAELSSQAAVVDSQAALLSQQHFVASAAPATAQPENEENNDGDNEEQGDDATNWWRFFPDVLSKTPDDVD
LGNQLDANADDGALLAAGVHDRTGFAHEFDPSARNNNNSRAAAARARPMLDDDDVGEDGEGRLSPTVKPGLERNETLLFM
SSESVSLPFRLPMPPTSIEINSLKCTEPSVLVDVIARYVPILHVSRPGIRDDGYFNCWWSSVTEEVHYVHPDSMTMSDDE
LKQLTYSSFAQLEAADPYYERFKRAWPPREVCERLRNDGFVDAPCGTERNIKDRLVFMFKGDAYWRHDGDRPEEPDASPH
DSCAAGRMYIVLTGGTNVSKWTAEHSQFYRIVLRSITDQNYPLPIPAEPDTHHDARRDKFQYDVCVYLKTDAANAALREG
RDVPGFLDQLKYLKCTLQARSDAIPPKFYVPDTVEGGHAPAPTPPGFQLQLHDYQQRTLGWLLALERSRRARTVRVHQAT
KSSTLQQREQFVATASRGVPNWIQLGKDGMWVNLATFMMTADPSVWADRHLGMAPLECRGALEVSKMGAGKTIMALSLVA
ANPFRSVRGIVWDDPNDKFKYLVSRATLIVVRSDLVTQWVTEAQKALPAGAKIVQVATIRDHGDLTWNDVLLADVVIISL
AFLQNYNYQKRVAKVVKTMNKYSLPREAYLMRCRDDGRDELDWYGRSQRQQWIKAPMAGGMRTFNDQMDTHIAGLQERTR
AQFGNDKSCVIFDRVYWHRIIIDEIHELANVLSARNAWLQTSTSVAETLLFTLKTRFRLGLTGTPPLSHPVCVVSLAEAV
GVRNLPTTVADAQAFLNSHVRRNEPDLEIPPVHYQTNWVDLTPAELGLMASYQRQSVRSRLMMCNHHQIHDDVVAATGVT
ATSVDEVAARIQVVRLDKIESLVKQGRKLQDDIAMLTARMEALVSLIPDDERDKMPAGLTVSDDNRLVVMGADAHERLVR
YIAAPDSDEADMEIPVEVPHVDVSRVKNLTVDAKTTARKLVTACTDFADVRGQLRTVAAQHRFMATVLSAIAEAEDQACP
VCMEDIARTDPLVITRCGHVFCDACTQTMLGQPRRLCAMCRGELDGAGATTRLILQPADEPMKESDEEEDEDADYAIYGS
KIKALVQFVRRVVRADPTAKLILFSQFHRLTALMAHAFTEFGIGNVKLMGGNVISKRRAVTLFRNDPDMKVLFLSAEDSV
SGLQLTEANHVVIVHPFLGASEAMARAYEMQGCARAVRAGQEREVTITRFVTRGTIEEELTARRSDLQRANEGEQGQVEG
DAVEN*                                                                          



>Amac_AMAG_17313                                                                
MSATRRPRRAAATAAAAAIAGDPLPEPAADPPALPRAARPRAAATPRRTARATPTTAPRPTRASAAAAEPESDTEDEPED
EPKPKRQRRKGPAKPTKAAATAAAAASVPAPAADEEIPVASSSRVTRSATLAERVAHGPSPPKYVEPPSSTDDEDQPEPE
PEPVPKGKGKAKAKKTVDDEPIPADWVPHAIDEVVPDHTEAELSSQAAVVDSQAALLSQQHFVASAAPATAQPENEENND
GDNEEQGDDAANWWRFFPDVLSKTPDDVDLGNQLDANADDGALLAAGVHDRTGFGHWFDPIANNGDAAAAPARPMLEDDG
EEEEQETPAVKAGLERNENQLFVSSESVSLRFRLPMPPTALDMNSFKCLVPSVLADVTARYVPILRVRRPRITDDGFFEY
SWGMMTDDIYYVHPDSMTVTDDELKALTVDKFADLEQADPYYERAKRVQPSPGREDDEKVREDGFVDAVRGIDRVIMDRL
VLSFKTDAVWRHDGDWPEEPGANDHQNSYAAGRLFVVWSGANNMWGWTTDHNQYYRIVLRSIQDEVYSPPDPTAPQDRDG
WGHRYDQYRRQNSTCRTRSRAGTRRRRHRPGSSCSCTITSSALSVGCSRSSRSRRREDGARAPGDETSTPEQRGQFMATT
LRGCPNWIQLGKDGMWVNLATFKTAADPSVWNDRHLGTAGLECRGALEVSKMGAGKTIMALSLVAANPFRSVRGIVWDDP
NDKFKYLVSRATLIVVRSDLVTQWVAEAQKALPAGAKIVQVATIRDHRDLTWNDVLLADVVIISLAFLQNQNYQKRVAKV
AKTGGRYCLPRAAYQHSRSDLEWQDSFYRRQRWYKAATPATQREYNDTLDTHIAGLHERTRARFGTDKDAVIFDRVHWHR
IVIDEIHELSHVMSARDAWSRTNTRVAETLLFTLKTRFRLGLTGTPPLSHPVCVVSLAEAVGVRNLPTTVADAQAFLNSH
VRRNEPDLEVPPVHYQTNWVDLTPAELGLMASYQRQSTTARKLVTACTDFADVRGQLRTVAAQHRFMATVLSAIAEAEDQ
ACPVCMEDIARTDPLVITRCGHVFCDACTQTMLGQPRRLCAMCRGELDGAGATTRLILQPADEPMKESDEEEDEDADYAI
YGSKIKALVQFVRRVVRADPTAKLILFSQFHRLTALMAHAFTEFGIGNVKLMGGNVISKRRAVTLFRNDPDMKVLFLSAE
DSVSGLQLTEANHVVIVHPFLGASEAMARAYEMQGCARAVRAGQEREVTITRFVTRGTIEEELTARRSDLQRANEGEQGQ
VEGDAVEN*                                                                       
>Bden_Batde5_23820                                                              
MGRKRWPRHTLSRADAAGKITTASNSWTVSPSVYTQSYQSHTTIKSATPLLDITSKPKESVSTDLAIQTDPTTQEALENS
SLSEFNTESVNNLLLSKTSFKKRHNTFHISSLPKHTEMNTKLPPTVIFENKTTLATESNSENICKLVDASVQVDPFLIDL
ADQTITTETLSDLVDLKRPYYDSYIYMYIDRLREINEALWQAVSCSICLELYSAPYTLQCGHSYCFHCLQKWCKQQPETS
KIKCPACRTLLNLKPHPNSIVQELVDVVIDRLPLSEREIQKERIESLRKSSKLVDTPWESLCAPSTVMDFDDLVPRCSVC
TWEVVDGTCVRCGIAYYLSNDELSQDQDSYNEGVNSIDRNRMNARGSDSDSSDPIHVNSRGLNFSSDQLSVSHSSDSEVS
SYDDGEGFVVDDDDMGSVQDCFDSDVESSQSDDDKASVQDTSMYDQDEPLQIDYTISQRTRRLTRIVDTDESDED     
>Bden_Batde5_87470                                                              
MPNSKPYTGNTHKGNSCSKNQPSIENTLAHIVNLFQCAACMELLFQPLTLPCGYSVCRRCFRRPSAKPIRGRSLQSQVKL
MSQVFDNRTGIPSNQLNGINQHSSTLSFFTAPEILDSQTRSVPVHPQSPVMDTISTNFVSDATTTMRPYTVTSDIFTYTN
THDTSAALSMASATATESPASQTTLNSAAPPNIPSRKFTFPAPSPIWDADHEATARQAVDCVGAYICPVRACRRQHRFRG
ERGDVILTSLLERLFPKETAALRLVLQGEERLKQYWNPAQPMCQDGYCDIGSKDPTSCTVRNKEHDLLDIIQSCFEPAIA
QCEFLQLPYVVRAKVYAELGRFDEATASANFASYLNPINRRGLITEKLIAWRKRMHESQLHILATCAMSALYCTEFNNGA
EFVAKSVQTAVEDLRTEIYTCIYNEDAADGRNSLPHSWANMNLDSTCGSVPSASSPSPSSEISSPTQQNMFIPSSDGIPP
CVQKVSTVSASDVCVDPNHSSESFMPFALQQTLQLLCANIVAAYPELLTLQKDQQSIDALVYTRLGESLLTLADLECHLC
LSPMVQPITCPCGHSWCKNCLLKSLDHSRDCPMCRFKLPPIGYFMMRPNNRIMDRLIRTISNAHRPVQAVTSKTVPSFPV
SDAYAHSTPLSVATLGLNGAPTTISSASTHSNSAFTELEAEPCGTLIETLNRGDTPFKAIEKIPLFICSLVFPGSSQGYH
VVEPRYRVLIKRCLESNRRFGIVMPRPSHADESPCMDHGTLVYIKRFDPLFNCDIVSTCDGNLPHYVLEVTALHRFHIIS
IEKNTAGYYEGYVERVEDIEPEDECNRDRTGDASTGLLPVDNGAGNTSTNLDIQARSEFHSPHHYHQQQQGGKFQQHYNY
PTSSVSAPKPQQPSSTPQWRYNQDWDPSALVTLIYKARHFVLKLLASLPMAARHHFERQHGKMPDDPAELSFWLAEFLPL
NPYVLYALLPLKSVTGRMRLICSWIDQTLIDQQQQSQIRQ                                        
>Bden_Batde5_16302                                                              
MSESFAESDTQNDDSSDKDSVYGSDAHVSNEEVESDHTLTVTAPPVPTPRRRRSATPKKKKEKVDYHPELANVWDKLEGE
ITIVETTQAPQPKEINIKLLPFQLEGLHWLQVQEQGKFAGGILADEMGMGKTIQMISLMVTRRLDKPNLIVCPTVAIIQW
YNEIKNRVAPDFFKVLLHHAKRLVKAEDICKYDIVITTYSIIEQGYRKERYGVPKNGKKVTGISVIHAIEWGRVILDEAH
YIKDRSCNTARSAFALKRDYKWSLSGTPLQNRVGELYSLIRFMDVHPYSYYFCRSCDCSQTSWRFTNRRTCDHCGHTGHR
HYCWWNAEILKPIQRFGAKGEGLEGFRKLRVLLDRIMLRRTKLERSEELGLPPRVVQVRRDVFNLAEEELYSSLYTDSAR
TFNTYAAAGTVLNNYASIFSLLSRMRLAANHPDLVTTKLAIDDKTAKERLVCTICQEEAEDAIMSKCKHVFCREDARQFI
QSAPSLAPPKCPSCFRPLSIDLTQNPIESISSTTGARNSIVNYIDLANWRSSTKIEALVEELTLLQRDDATSKSIVFSQF
VSFLDLVQWRLIRAGFNVVKLDGRMAPFQRDDVINSFMTDPSITVFLVSLKAGGVALNLTEASRVFVLDPWWNPAAEDQA
FDRIHRLGQYRPIKITRIIVENSIESRILMLQEKKKALFDSTVGGNLDALAKLSEEDLQFLFVL                
>Bden_Batde5_92283                                                              
MSIVFYKFKSAKDFDTCTFDGAGISVFDLKREIMFAKKLGKGQDFDLALHNAQTKEEYTNDTTIISRNSSVLVSRNPPSR
PGKGTAQRYLSAAAAPIPTTTSAQSFGGGRGKHMHHSNAPGGHMAVRPMSLNNVARPPGSDEATIGADGAATPDRISLMF
KQEADQWKETQDRMAVQRPIFRPTMGRGRGFIPPPGEQRPPPAGYICYRCGQREHYINMCPTIGDKDFDNRPKLKRTTGI
PKMFLKTIEIKDPSSGIMVTQTGEFVVAQPNDEAWIRQNAQRRTHVGAGDVYEMAPVLPGFECLICQKLLRDAVSTTCCN
SNFCDECIRLELLEPQDPLMKFKCPVCGSDQVPDQLLTNKTLRQQVQSHLHEFATMSNGVAGETGDSVATGDAGSHTPAQ
STDMSLGVSDAKSAENTGTVKTKEGARHISATSDGNTTSRPIESANNNVSVDRDEQRNKNYKDNRSGSTHQMNQFNNRNN
HGNGGRSAHGNQGSGNRNVASRMNSQPMIHPMAMMAQFGQHPFMPLSGMPPMALQQQAMMQGMVPNGFTGMPFRPPSFPF
PPNVTGFPSMMMMPSSGAPFSQQMNGSRQHDYDQDSRQESDKTRSRGRDDDDRGDLNRSKRQRADESENSDRNHYERNTK
SDSRRDGGHSRDRRSDRGLSDERSHGKNEDSSKRFDRGKKTK                                      
>Bden_Batde5_24856                                                              
MHGSSHNTKNESDASRTALALDASEELDLKEWPDSLTPFKAMDESLRCPICKELFDAAMILPCIHTFCSLCIRQSLLVKM
QCPSCGKDVTGLHALKNNRVLDDLVWQYKEIRSNYMIPLMQIDAGEWVLSSELPLNGSSNQSVYTSNTTQLEQSLHLSQK



TTPSLPASPCSTRRHSARQLQKQSTSFDASEYNDDIDSDFTYTPNSKSKRQRLTRSSTSSNKLSDDELQQPSCKLSKVKV
ASPNQTVAPIEDFDGASSSISTEVVNHSTTPETTSTTNILISGTANHRQMFIKTKYLMHEIDLKLTRLFLGNDLVVCPIC
SDRLKVCHLNAHLDNGCKSSLHQSKTLTSPTHSTTSRVFLSTSKTASKLSSHTVYGAAQPADSAPFLNTNTPKRLPKPYH
PYSLLSDAKIKKMLKDDGLNSTGPRKLLIERHTEWITRYNANLDSRHPLSDVALRVKLVDWERSKKNNSHSHATPFKAHA
THHATTQDQIAVETHLEKYSSGFDSLVEQIQAQRARKKAKIKDMETTDHEKVVDENETTNQVAHTNSSSNMEDTDINSKD
LLVEDPTRWSDEPYNDAYIST                                                           
>Bden_Batde5_4427                                                               
QIYKGQSAYTEYVNKKTERVTQSNAGGIRAGPLRGQTNVRISSRFDYQPDICKDYKDTGYCGYGDSCKFMHDRGDYKAGW
QIDREWDEQQKNKLANLDPNRFLITSDDEGDDDTSKNPKDEDEDLSHLPFACLICRGPFKSPVVTKCSHYFCEACALKHY
VKTAKCFACNAATGGVFNVAKDLLEKLKTHQEK                                               
>Bden_Batde5_86096                                                              
MDVLDHTEPSHIVSDIPSQTKQTCHVTSTETTLLESANDNMEDVGQSSQAAALPSTTSYSFTATSLRQRHVPLRESILPD
TRNHGVGMNSNAYPSQSTSPVRPSNSTEPLSETKPDQNDQDADQGGLFECNICLDMASDPVVTLCGHLFCWSCLHQWLSS
RLSASNTCPVCKAGVDRDKVIPIYVRGREPKDPRVSKEVPNRPPGQRTEPVSNNPWDFGGFFGPGRVNFGNTQLGFGMMP
FGIQFSFGQGINNHNFHAGPQGVNQGGALDHSQRLQAFVSRLFLMIATLVLISIILY                       
>Bden_Batde5_33608                                                              
MGIALRRQSDKQLEQIRKQEEIEKNMSMQLQVLEKEAAAKAPLLEKEKRKVADLMQQVSQYKERFDRASQRCDQLVTVVK
QKTELVEHELDAKRRLQEQMDLLKKKLETVTNTQPQGDASLLKQLEEYKLLLKCQSCSNNFKSHVLLKCMHTFCKDCIDK
IYSSRQRKCPACGTAFGQQDVKPVYL                                                      
>Bden_Batde5_89602                                                              
MSFCSTSNSKKFTSPQKTTSKDDRLRQLESRKKLWMTEMTIEKSSASVQKNTSLYCSAIAASPEKNESRIQAARTSTPTI
ASKKTLVAENSSDLLVKNWCLLPSISQPILQNMPSVERTDSQPIETGHSRENQSVIEEWACPICHQKMSMPVLAIPCGHS
FCKNCINTYIDDSQKHQRPITCNCCGMKIQAHVPNLALRQILNATDTLTDQTLKQRTNSCKSDILSASSAKLNLQVFRPN
SSCSANQEVLSKFCPDFDQDPAQMVSIYEAQYQQLQQRCVLLEEEFALLEKNRTAKQASLESTREKIVSCTAESIEIENL
IDKYTKRSKELQSTLTSCNENVLKLDVEVKHLMEREALAMTTLDAIAKRRDKVKVVFEGIQRSLQDAA            
>Bden_Batde5_89681                                                              
MANAPVQDFIPSSNSSGRTFAPTIRRSSSSHSLHATTGSLSVTTQRRQSSNIHQPRPVSEMNANHSMTNPDYSQRQKRSS
KSGRNRTNRRSQNVIEVSSSPSTADTASNELDRDAISATGEPSSYLVDKSLADQPLVPNKRGQVSLNHLINFSFPPRQQT
IQTVLGGSSSPLGDSSTAARRRKKEYIEPFNKQRFVNANFRFILTPDNNYQAPLSDPDIIIEWEDIDQVVLLSSALENSS
ICPICLSIPAAPRVAKCGHVFCWPCIRHYLVLGEKAWRKCPICYDSVYAPDLKSVCFVEGGDAISRRFGHSSPLGCAGKT
VTFTLMKRMIGSTIALPRHAFSKWNNRAAPPCVMTRIQSMITKDDEHVNSPTDSTASITKNQDAMLFGRMMVSTPEYMLH
VAQQDRDMLAQLLKEHIELTTKFKGTPGIDSERPFLDSCIMDIEKIIAGGGTIRATPQPRGKQQPFMARYQTSVSTQQHR
PHQSDRISKTEKILPTPNTRASTTSPVHSQTSQAPYMYFYQSADGQLAFLHPLDVRILKSAYGEYELFPDTLTLKLISAQ
ESTMTTDLRKRCKYLCHLPLSCDVTFCQVELDGVVEASVLEQFSKEIASRAARLTKHIQEAEKASQMIANASGTDYNTTG
VYHSNSGGASNLQDSAWLQQSFGGAEVVGGSQSADGSDRNMGSLSRPLNGGSFADMAAVSSARRATDTPSSWLPGDDWGV
DDRHGWADNLESQLMDTHIGESSITSGGNRSKRGGKKSVLLVSNGGARSR                              
>Bden_Batde5_88087                                                              
MSKIQDKPKALSLVDENEKNLQRVRVERIKRGTSRGGSLSSNHSNRKRQKGSLHNQQLYNDTYDNHPDESICFICGCLLP
RGAALINEHLDRCLVNGTQSESILGSGIPNTNDSLTAVESPSGSKSWLEYSWGGQTRVRATALLEGNFEASGFTVNKKEN
VDTEEDIDIDEDGTDEFGIPQFNEDDIKPYMDAEVDIDGDGPEPDLLLAEAISASLHAPPVLQPSGSDPVNTMDTGFESN
HSKLVIESLKAHIRELELSAIKVPKCLICMDPYIEPLASTVCWHVHCQACWLHTLATKRLCPQCQKITSPNDLRRIYL  
>Bden_Batde5_91452                                                              
MPDIAPQPSANESANASVNESVDASVPATLTHISFPFASPPDIIRATQKDLYYLYQLQSTLNEIIASLWGSRFQNKLSHE
IQLTSQALYYGLTTVAGTQTLGEEYCDIVQVLNGATVPSHWRVVSVLMYVLGPYFLHLSVKRIKKSETDGSLQQISPRLK
SKLIQISKAIKGPLTSLHLASFYIFGTYYHLAKRFTGIRYTLLKRLRDGEQEGGYEVLGFLIYIQLIIQAYHGWKKRKEI
VSDELEYKDDDLDTLDDHVVGQLQKCTLCLGERKQTTATPCGHLFCWKCIGDWCRNKPECPLCRQAVMHNQLYPIINF  
>Bden_Batde5_91624                                                              
MLKMENGTNKGGILADDMGLGKTIQSISLILSNSPSPEDHRPTLIVAPVSLLLQWQQELADRVKKGTLKVYLYYGSKRNK
DIRFLEKLDVVITSFQVLGSEWPAPTKKSKVNFDSHGDLASDDEVHEDKCLDKSLFGPLFRFKFHRVILDEAHFIKNKRT
RASIAACELQSRYRWCLTGTPVQNNISELYSLIRFLRIQPYCKWPQFREKIFEPFSRGQHSIAIRRLHAVMKAICLRRSK
SFELDGKPIIQLPDRKIIIDSVEFTQPEREFYESLEKKQQLRFNTYLRAGTAMKNYTSILLLLLRLRQACCHPSLLSHDF
EKIDDGATDEEKQQRIANIIDTLQPSIVARLKDQTFDECPICCDALQTPVFSPNCGHLFCQECVVVYLSSGEDASTVHNC
PTCRGVMTMDTLVLLSSFRAKFLPEQNSGKIDKVVDRKGKGPALEQTDKNIESEELNLHRWISSTKVERVIFHVKAIRIS
HPGEKTIVFSQFTKMLDLIETPLGQNNIKFTRYDGSMHAKQRDDSIRRFRDDPDILVILVSLKCGSLGLNLTCANRVILT
DLWWNPAVENQAIDRAHRFGQTKDVIVHRIMIKNSVEDRILELQQRKQDIANQALGEGETGEIGNMRLGLGDLMHLFGVD
G                                                                               
>Bden_Batde5_30781                                                              
MSKPAYQLTYVVETHQFPKKAWNHADDPFGTAGLLVTPIEVQLDYQDTHKVEDKLLEKREYTTIALDSTPSTPMIIPTAS
TSDMDLINYQAAASSATPHPTFHRTMSCLKPTATITSPSNINIDHTPPSYIPLTPAEATCKSAFYALYPALAIESLSCPL
CFHIPNRAKRFPCCNYIICSPCARQWLRPSRSIASQSLSDSAPPQSSCPFCRSEVSMSMAMNGLPDAVGMQMANPETGTP
TPGTLDISEFCLEAQWSLSGSTSYAISDSVLLRSALLQPTLVHTESTTGSVYSGGIESHIESVSTDMGRLDTETETEIRI
DQESDQPSQERSIRLIAENLVQTIRNSFRRSYRRNTLGGTEETDSLLPQQNSPESISSTRTRWSSRSVGEFLYRIATTYW



SGLLALVLVLTIVIMAVILNVQLLAQ                                                      
>Spun_SPPG_00023                                                                
MTFSKWKLLNFTREAKEATHEALFVAVLVASTPRRFKSAFQPFTIAQPSGWLFHFKLSSKASWDPEQKEYGRNEPSSAGH
LHHISDCNQIAGLVVDKLHDVENPSWIYSASRMKRPNRDSEESDDAGSGSSGSFITRIIAPFFSSRSLQDTSESYKRPKH
DHDHIDLTAAENSAGSEDQEPTFSSDEEYARWLQAQFDMETEQAHNDASLIDLTSQDEASIQGDALDISNDEELARRLQE
EWNLEPEDEETRRRHEEEEENRRRQEEADAAFARELAEEEQRMDRELAGEPQPVTAVEPDYWDDDIEDEPMNLTSLDARD
IEDMFNAAFGGTHVPPAPYPPQLPATSPNNNPTPATSSSSALPPQLPPVFPATPSHYQHFGESPLSSPFKPSPFHAQPSV
ADLAKRALLLRPPARVSPHDYPSLPVPNMDGNVPYPPYSLPLTSFPNQEDMEGEWEAPLNQKETEEQLKALLENVQHTAE
VSPPERRLQTPPDLRIELLEHQKLGLEWMLKMEQGTNKGGILADDMGLGKTIQSLSVIVSNRGGRSQPTLIIAPVSLILQ
WEKEIEEKTKPNTLRVLIYYGSKRERSHNRIRTYDVVITSYSLVALEWPKSQKKEKEQLEMLMDRNARQAMDDAEYEKER
QDDESEEITLRKSAGPLFKIKWWRVILDEAHVIKNKRTRGAKACQQLDAQYRWCLTGTPIQNNIGELYSLVFFLKIKPFC
EWTEFKKKIEQPFKRGRHKRAIARVQGLLQAICLRRTKKCMIDGRPIIQLPERNTNHIEIDFTAAERDFYRSLEDRVQLR
FNAYLRAGTVMKNYTNILVLLLRLRQACCHPSLVAKDFEAADPADAMAATTQEDHYHQIFARFDPEVKNRLLAADFDQEC
IICLDAMTDAVFSSCGHAFCRECLTEAVTSQARLAGDRRCPTCRAAIDLDALVPVSFYRKTFRREEGTNGKGKEPAKNGL
FDEDFDNDFFAPDPEEKGLTSSKIEEMLRILDQAKKEAPEDKTIVFSQFTTMLDLCEDALRRKGYKFTRYDGTMSADQRD
ASLNKLKNGAQTTILLVSLKCGSLGLNLTCANRVILLDAWWNPAVENQAIDRVHRFGQLKAVHVHRITIKKTIENRILAL
QDKKQQLFEAALGEGTSAFGKGGRLTLGDLMTLFNVEVDSD*                                      
>Spun_SPPG_00518                                                                
MASLPVIDADTCPVCKSDRYLNPTMKLLVSPCFHKMCETCINRLFLQGPAPCPICKVILRKSNFVAQTFEDLYVEKEVQT
RKRIGRVYNKRLEDFKGNLRAYNDYLEDVEEIMFNLINDVDVKETNERIKKYEQENKDLINANLQKQLIEEKAVHNRLDR
EKKEKQIRKEAYEQAIIEEAKVKLQAREEIIKRLASEEDASAQSIIADAVAKRSKAPDITKFLQERLPTADDTSIEAEPE
DTTPFDPMDYTYQTTTYTAVRDSYIDPWLAHLRLNEPPRAEAAKASGFAPRFTYERAIGAAFSGVFAGL*          
>Spun_SPPG_00604                                                                
MAGEEPAPVAFFKRGKKGLANQRKRIRLSDDEDDQPDKVTDAATVARKLREKTSGAFTSTTASKKRKEEADISGADERSV
LDVAYAASGTAASLSADMATRTLDVDGKEDVAPAKVLAGDEAESADNIYRGLSAYKEYVNKRTDTVTQSNASRIRAGPLR
GSTNVRISCRFDYQPDICKDYKETGFCGYGDSCKFMHDRGDYKSGWQLDKEWEEKQKQENDPNRFLITSDDEKDEDEDED
EDLPFACVICRNDFKEPVVTKCKHYFCESCALKHHAKSPKCFICGSATQGLFAPAKELKAKLEEKKRRMAEREAEIRAQH
QEDMEDEDESD*                                                                    
>Spun_SPPG_01141                                                                
MATTTAAFKATDYDYVDEINQNLLCPICYCPFITPVSSPCGHTFCQDCITFALASTPTPSCPIDRTPLSLTQVTPAAKLI
SSLLDELQVFCPNRKDGCTWIGQRQSLNSHLSVHCLYAQVGCELDGCQEGVRRSELESHMRECSYRAEACTRCNRTIRKR
DFAVHVSECSAGTASCMHCKRDILRSDLAGHINDCPEAIVSCTHVRHGCSWEGHRKLLNEQHLITCPFEAIKGFFRIHDQ
RQQAVEEENRELRRQLADLQQQVEALRERPLVISPPEAAMVPPIVGETADRIGQLLAETDQLRSDLVNLSAGFSAMEMRQ
DMALLCETSRLREEMHSVRALCQAVQSQLINFALDRRKEASASSSTSKSVLSSAISALAGGSSEGASASRGSHRDDTDRS
RTMISQFRQDGSTKL*                                                                
>Spun_SPPG_01310                                                                
MTAKRVDKGTEYGYRRCTESGLQRRMAASDSLEVDDLVEDAEDYDCPICVDTMKNAFVTKCGHSFCYECIGLHLSDGKEC
PICVCPLTIDDISPNYTLNELIKKSSSRLCKGQDIPEDWSMDDINMMLVKLQKKKAQMATMEKENSLRLLQNFLARAKAD
KERLLEEVNRQLTCVTADLAAVETGLKALHVDIGGSVAQVPDALARGENHTIPVEEELHRGKKRSAEEMEGSPETSGSIL
ALSSSHQHKKLLSSSKLIQKQNTRIEKHIGDLQERYWETRLGDCDTLDKFASNLTRFSRFSSLRPIATLNYADALFSNGS
AIVSSLEFDKDDMFFATAGVMKKIKIFEYGSVLLDYGHRPQRSSSHINESSKEKKRKTEETMGNSCELNVSEDEGDVPLI
QDDVPRFPVLTMSSRSKISCLTWNPYIRNHLVSSDYEGIVTLWDAGIGRAMCHFEEHEKRAWSVDWCQTDPLRLASGGDD
TKVKIWSTNQKNSVATIHSAANVCSVKFNPENNNHIAFGSADHKIHYYDIRDMRAPLHVFEGHRKAVSYVKFQTNDTILS
ASTDCTLRLWSISDSIVSGQSTCVRTFSGHSNEKNFVGLSVNRHGELFACGSETNDIYLYWWQVSNPVVVKSFGKRIDTI
TGQPTSHKDTGQFVSSVCWKRNSSGTLLAANSQGKVSVMELV*                                     
>Spun_SPPG_01814                                                                
MKFAKQYTEAYRDLPPSWPAFQYKALKKNIRRIVQELEEKGIVVHDAPRSSGMRHCTIDYFLEGNLEPFIVVNLQDEMQP
VKVPETDLPPCQYNKVDPFPLLQVKDEDEGLAIEVGPGAPCGSGSLRIKITSRSMKNLNEFFQTSGGESPVEDSPVEDRK
AVPAPSEPIPVPFAPSVARRGSISRNDSSPPTPTLDIPSARQRLTVNTDMFTSLEETMLSPGTPPDESGSVKLFLKTDHQ
FFHELATAVNSIAQFEDSLKTTFQSNLDTLSDYLSTAASPYNKDMYAWRKVLAAYLESEIWLINGIKDRPVMSSREQLAA
FERTARGSLQMTLKSSSSTAALNVFLRMNREMLAMKQFDEINHTAVRKILKKHDKRTRLTASTGFARFLEEQSFFVDNIA
RAIVFTIQERLVTVIPQPEDYSCPICQDVYWKPIRLVCGHVFCVRCLVKAQVRNVKNCPVCRHVDAVEKATAEQLDVARM
NMIKLYFPKEVKRKAIDSGRERAAEDLQTMFGEIVPPPNDSQSSCLIL*                               
>Spun_SPPG_02281                                                                
MEYLSNIGAAADVYRPSVFELIAQDKMRDLLKPALRYVLAVYAQRYPRHLLRLVNRHDEVFAILMLLIEQHYLREWNASF
AEHFYGLKRSAAGPTRRRKGLEHLSSSQIWRSLVLLVALPYAKTKLDELYESTTGGPGSRIFGDLFSNVEEGSTLEEPLP
IRLRKLAKKIFQRTYPYINASYQAFIFVYQIGYMYGKTDYYSPWLHLCGLQIRRMGAKDYRDHEDRQQVLKKASEAALQN
ASRLRVLRHLLATIVSRGFDFLKYALPMSIFFFKFLEWWYTSEYHKQAGNQPIPPPPKPLEPNPAGVPLPTDPSICPLCT
KQRTNPTMLPSGYVFCYPCIYKYVEEHERCPITFLPTTTEELRKIYSV*                               
>Spun_SPPG_02719                                                                
MADSIALRKSVDSTRSKVSRLTILSRKTACANSPTRKSPFRIQFSPSTPGSIVGLPTTIVPTIAVAAEPVYVKREAASLA
LAADPSYAQALVRTHYVRELVDQVRLAKGERRDKVEIFLLKVVEKELERACLHAIHRTALLERELTDMKGRLAQLSSPFK



HNAREMYLIRPFLHDYVRENKQMVKDYGLPMIYLRNEDGEGNRAGKDAAFEEYFVKLKEQAKTLAQTGRNKFLSESLKLL
IKLEAEFYLLECFIERSFSELQCYMRLIESLTQNQDAAVLQAALFLRLRNACTWLGSARTSLTELASSLVPDMEDYQCSI
CLSVMYKPVFLSSCKHRFCRECLHQHERFSAFWAYMYWIDVQCPMCRGSYALRSKTPDKAMDKYVKSVCNFA*       
>Spun_SPPG_03881                                                                
MSLALKDRFRCAACRELLFEPLTLPCGYSVCCRCFRSHTGHSTGRSRAGQEEAAKPVTDSHETPNTTHISSPPSPTTTFY
VCPARPCRQKHPYRQERPDVILLHILHTYIPFETEALQLVKKGEERLRSLLKDKDGFDVQLAIEGVEDNELGMLSHDSAN
NVSDSESVDGRIPSGRLRRSMQRAFEKRGQILNVITTSFTPAIERVPTLQLPYLLRAEALSEMFCFNAALEDAQRARQMN
SSNCRGMVAEKLIIWRKSIAEQAGESLSDGKDYADDPSVEQRHTSSSDYTAVDSSLSSDDLDCNLCLSLLHDPVTCPCGH
TYCRTCILFSLDKHSRQCPLCRIPLPPIGYFLSRPANRILDRLARDLFPEEWNARAPGAEKKLKEFGHMDDVPIFVCSLV
FPGAAQAFHIFEPRYRVMIQRCMATNKRFGICLPNRHPTLTSSAPYVNHGTLVEIRHVEPIPSREPLAQTPEGSLPRLLI
EVVGIHRFQVLDRSVDSTGYNVATIERIEDILPEDDTSISLSLRRTMPEQLNILTQRIQSFTQDLLTSLPQRARTTFQNQ
HGQPPSDWSDLCYWVAGFLPLSPYRLYELMSLHSVLARLEKVCEWIDEVVGKSA*                         
>Spun_SPPG_03893                                                                
MSAMDVNDDYQDDMLDDDDDIVDDEPDYDSDGMDDEDEDEEDDFDAADGFAPVIADKDVKKPYEVEFLVHSTDEIIEFQN
KEIAHVAGILGCLPEHAATMLRQFKWNKERLIERYMEDPEGESEKAGVVVDTKKQPRFTVVDKFECPICCSDEDGLETLA
LSCGHRFCRDCYEAYLNEKIAQQGESRRIQCMEAGCRLVVDEKTVEMVVSPKVYEKYRNLLLRTFVDDSAT*        
>Spun_SPPG_04159                                                                
MSSSPFQEDLLTCAICSDIYTNPVKLPQCPHIFCKECLEHTLQSCARKCPLCNRFAGGGYRRALPQLALSQTCDAYRKYL
DQTRPVLKSTFTGGCSLETLTLKTGEKKPRNGVQQCEISVPCEKSDVRLRGRPKGATKNPEHISAGTTKKTEHISPGTTK
KPEHISPETTIEESNSRLRGRPKGTTKKPEHISPRTTIEEPITRSRGRPKGSVKKPVEHPPPILVEDTNTRPRRHQNMLK
PQTVPADRPRPSKPESKDHKNTSQNPSKRTTTSTDTENKPPLALHIELRSRRQLKRMADQFEHT*               
>Spun_SPPG_04971                                                                
MTLPIGSDPGTPPSLDASSSEAPSTASATRSRKRSHSLTIEVIVEDAKRRRGDEDTEGGRSTSRRLTRAAARSRSSSTIR
TDDVNFDVPLDEATEEEQPLPSKRRRAVSRKVTDYTVTDGPATPRLQVRTSTNLPEVPTTPTTRRSRRSSVRNDAAPRTP
RLSRRTSALRIKAQDLEGMETAQDVNADDGPVAAGPLESEENEESAATPTKLNTSILVLSDSDDSIPLSTKRKLRLPSMK
GKGKIISDDEVSSLSEVDTGSFDFEDNVSENGAGPSQPSKPKRSVGARKGAKQKAPARRRTTIRSNSNVDENDDSDEPLS
VRKASASRRKPAVVSDDSDSDFDLGSVRLSDAEAEEEAEDEETEETAAPISAPPTRRRRGRGAAAAARRQAKKDTKGTYD
FHPELVTVWEQLEKEVQVIVPQQAEQPQDVNVKLLPFQREGLFWLLEQERGRFGGGILADEMGMGKTIQMISLLVSKRMK
PNLILSPTVAIMQWLAELRERTTPGTFKVLLFHGNNRPTTREEVESYDVVLSTYAIIEQGFRKMQYGFKRKGETIKEPSL
LHSVNWARVVLDEAHAIKDRSCSTARAVFALKRQKQWSLSGTPLQNRVGELYSLIRFMNCDPFSYYFCKKCPCKMQTWSF
TDRKHCDGCGHISHQHFCWWNSEILKPIQKYGAEGEGLVGFKKLGCLLDRIMLRRTKLERTEELGLPPRVVTVRRDVFND
AEEELYESLYSDSARTFSTYVSNHTVLNNYASIFSLLSRMRLAVNHPDLVTTRVAIASNTATEHLVCGICHEEAEDPIMS
KCKHVFCREDARQYIQSAPDEDTPTCPMCYKPLTIDLSQPQVIPKSGGEGIKSSIVNYIDMAKWRSSSKIEALVEELTAL
QRDDSTSKSIVFSQFVAFLDLIQWRLSRAGFNVVKLDGRMAPQQRDTVIKSFMTDPTVTVFLVSLKAGGVALNLTEASRV
FVMDPWWNPAVEDQAFDRIHRLGQYRPIKITRMIIENSIESRILQLQEKKKALFESTVGKDMDALAKLSEEDLRFLFVL*
>Spun_SPPG_06207                                                                
MHAIPTADTQEPLTGDLASLRLILGDTLPHISLQILLAEAKGNVGQAVNLYFESPTKYDTMAAGVKRKAELETGETGNGL
AKRRNNGTVGFPRFLGETILVAYSTLKGPNHLRDGDEMDLLNGTKTISVPKRSGLGARGRGRAKRAFTISSKSDVHVGSV
GPITRLSVRGKEFGKMRMEDARWLGRLVELGIVQVQGTIVSSPPTLTLMCDIILQIRIYLTQTAFSQTQPTNDQDVKDRK
AALLALFKHLGLRPSSSDKPVDETTEGEEDEKDLEEDQVEVLYEKARGFENVEEVEPGPGLNIELRGYQKQALSWMMAKE
NLTTDASAHSIHPLWEEYTFPKVETGIDGEEKFYFNPYTGELTTEFPSAADRTRGGILADEMGLGKTLETLSLIHTNRPN
SRDLNLGPSLHKLFSSPASTTLPKSPSTLIICPVSLLAQWRDEITNKFAPRALTCAVYYGTDRFLTVSDLTDAKRAPDVI
ITTYGVVTREWGAGKKSGLVYGVEWYRVVLDEAHFIKNRTTGMARSCSEVEGRRRWAVTGTPIQNKLEDLFSLIHFLRID
PWANISYWRQFITIAFANQDSKALNVVQSILEPLVLRRQKSTPWGPEGKPLVSLPPKTVETAYLDFTQEERDIYTALWSR
SKTQFSAFVASGTVLSHWAHVFQMLTRLRQCCLHPSLAMKNSNEEPEVSELIKRFQDGGNGDAYVTNVIQKLTQTGSDGQ
DDDDDQSCPICFDLMMQPTLFPCLHVSCWDCIVGYLQRREQNGEKGECPICRQEFREEDLLDIVRAPTTVSKTTLLNAEH
NKENIECSPPCTPPPPIRLRKHFHSSTKLCTLIKDIQETRAKDASIKTVVFSQFTSMLDLCETVLTDAGLGFVRLDGSLV
QRDRERVLKRFDEVEDVGVLLASVRSAGVGLNLVRASFVIVLEPWWNAPVEHQTIDRVHRLGQTRPVHVKRYIIRNTVEE
QMLRIQERKNVLCRVAIGGRDEEEKGRRVDELKVLFG*                                          
>Spun_SPPG_06553                                                                
MSIVFYKFKSAKDYDTCTFDGTNISVFDLKREIMQAKKLGKGTDFDLMIYNAQTNEEYKDDMYMIPRNTSVLVSRHPASK
PGKGTAQRYLTTAMPTGAMLAGSWSRGAPQAATSLPKHHSLNNRLPQQRPPTSTDTPATEITGETEEERIANMFKLQTEQ
WAVAQDKMAQQKPIPRQYHGAGRGGWRGGHHNGGDRNQAGGEGGGWQQREYPQRAPPPGYICYRCGQKGHFINQCPTIGD
KDFDRPKLKRTTGIPKIFLKVVDDKQAAGGGVMVTQNGELVVAQPNEQAWANMAARTRNYLGAGDVHEMAPVPSELACPL
CTKLLRDAVLIPCCGTSYCDECIRAHLLDNEDPEQRLKCPNCGSDQSPDNLVPNKSLRQAVEHHIRDFAAKKAGGPPSPV
PANATAASVNAQPAEDAASATPTVNGTASAAPPTQTTTVAPPSTAPIVPAINRPPTTAKPYKIIKPTNATPATTTSNPTP
PVPNAAPIEVESSDRKPTITPIRKISDSSTPTVSARPGLKRGPDEAGVNGEMEDQYTPDGTDMNNRRVRRGSLTHRYQDF
EEYPPHMMVPDFDPRWGGPGPMMPPPPPYGRFWDGPPHMFPPPPHRRGGYGMPPPDMFGGPMGMGMGMGMGMEMGMPPVD
GWRGEMGGRDYPRDRGYYPPGPGSSGGRMAVKRPRNQSDVIDVTSKHSS*                              
>Spun_SPPG_06996                                                                
MPQIEETQQNVPTIGTQEQPPTPSRPSSYSFDAASLRQRNAPLREAVGSSTMSATASTASPSESDRDDEGNEFECNICLE
MASNPIVTLCGHLFCWPCLHRWMQSRSPSANACPVCKAKVERSKLVPIYARGRQSKDPREEVIPERPTAQRPEAAPSQAN



RGWDNFFFPGGTIPTGNGITVGFGLFPSLFGLHYTFGVPAHLGSRDRQAQVAQQQAFLSRICMMVGILVMIAILLY*   
>Spun_SPPG_07111                                                                
MPQSPKRKLSEAIDLNEDGKEMEKGSKKQPDRPRLVSLPTLRLAEDEDDPETSSHNCPLCLKLLYKPIRTSCSHTFCQAC
LSRYFTTMFTPRTQQDGTVLKPCPMCRQLLEKSVTEDIDQSMEIFLQERYGDEYVEREEDVAQEEMERLQKQAVYKKFYV
GNTHRLVAEDQSSNYHNWGFFLRMDTRQEESLYIDNVVVHLHRTFHPSTITLCEPPFEVARRGWGMFNVHARVHLRPPYV
LGPSSRCFAPSRGDGTFLDFVWMLDFEDEGSLAEIEVELVLDWDRQVTSLNGSPRRGEPESAEDIYEDDNLRRLMVIPID
FAHEDDDDDDEEEYIPGDEEDFEEEYDEDYNSDDEENAPSANLEFGSEIDEEQHRHLDERP*                  
>Spun_SPPG_07187                                                                
MERPVSTPAVHRLPTYETVSNGTYWVTPKKEPESPPTSRIGDINCEPSPRSLSYEMLGVHADEPVTAGIRTPLNGLAEVD
DIGMGSPSGGSNGASDMVPTNIQTAAASFPALLNIWARFATAKPVGRSPISEMQSVLESVPASSTVQAGDKLFAAVDNGR
VSLRNNEEPVTCRPEGSGLLGRTAAAIHNANDEIKQRELYQLQLEILEHSEKVDLVENQFIEDMNASYQHQAEIARLANE
CDSLRARIMNLQKELVEKEAHKQRVDGARNQLSLKLAMSKQQLGEMKAEAATKRADLLARLKYVQIGQNAGVQPLGISSL
EKHTGIPNQLMSTLNSNVLDTSKPPLSSNEIAMQTEGNASNRAMLPILKNKGAAVESRWSPISEIETAPEAPLEDAVQKL
FESISQTPRRLGSEPQGESRTDERPVVISIIERDTDSSKQALSESRAVTPTRGNDNRRTEKSRSPERTSANPYLLASGKR
QRLFAPGRFSKMQRFDYVMSINAAHHLVKPVNHYQSGVPAIMARILANPRRSKGKDPAAGPQNTSPQSNCVHPNNHDKST
GAAKLIETITNELQCSICFELYRDVRRTPCDHMYCRTCIEQSLRRYQKCPLCARKVAVRELSPCLKVQDLADHLRGHIAE
TPSGSSPSLPVRSRDGVLDLTNVIAGRPGPQIPGNQASGSQRSRFESSRNSGPDTQRPRFQPSDKVIFSDGRRLGVSMLS
PRDGDHDSDVSTSEQGHSTNPTNGTTGNNPPSSPTRRRIARPRGRFAPSEPPVPPPQEPPATFTFGSGLSTGFSFDAPDT
TNADGANARSGNRGGRSPWLTDLASRFDQTVGLVGSASTPASGSSDSSHRMRSPRRSRWNKNVLSESGPSSSSSGGSSVG
QPRRSTPPSATSNRSSGDDLHEKYKRFCERKQMNTKWMTNDREAVRLARDLKLCLAVR*                     
>Spun_SPPG_07541                                                                
MSQSPTALTTPQPAGSPQATSLTFPYGSQPDVIRANQKDVYYQKFLQDQFSSVFRSFFGTRVHLKYQDKVNLFSDLTYYG
LTTAAGSRTLGEEYCDIMQVRSSTITPPSAMSRNALVLFHVLTPYIFTRLIAHIKGLSRRPSSAMNPTQEKVIQLLSTHL
PTLQKLRPLHLALFYFYGAYYHVSKRILGIRYIFMRQLRSGEKQISYEVLGMLIVVQMLVQGYIHQRQRLADKGQDEPEG
DYNDDQDLAQSVALGLTPEQQERQKCMLCLSPRRHTTATPCGHLFCWNCIAEWCRNKAECPLCRQTVNLSHLYLVLNF* 
>Spun_SPPG_07919                                                                
MAHHYSRKMNIYATEFVPSSGSSSASSVKEQPTSNSSRRSSSTSAPNMYKNNNNSYGPRPVSSSQARPRKQEQRKKGKKE
DVMVPAFINDYESLLQKPQTEVYGSPNKRGQISLNHLLGFQLPPRQRPGVSRSAVRRKSNVYYEPYNKERFVNANFRFVM
DEKGDYTVNMMDPDIVVDWKDIVQAVVPIHNKKPPSCPICLSTPIAPKATKCGHVYCWPCITHYLHLGEKKWRKCPICYD
AIYAKDLKPAKFAITQEVGKATPGKPAQVSMLLMKRAVNSTIALPRLAYHTWSNAGTNAPPSIANANAVPFAKLLLSSPE
YLQIEILERERDELKAMFDEALNEEAVVKAVGGTGGGGLESEKPFIEVAMTEVKEALNALLKSNRLLGNTKGKSVVVPPV
ANLLASDEPPPPTWTDEVLDVQAKQFQEEQARQGGYEPAFSDDEEHDNTGSSPTKSPTKMHAQPSASKQNAPKHKNEPPQ
DGMYYFYQSLDGQHLYLHPLDIKILKHEYGSYDRFPDRINVNVIAAQESTMNEDLRKRCKYLSHVPLSCDVTFCEVDMKG
LVSKSTSKVFEKELSQRLKRYRTLERKDQQDKDRDRKRSSPPLPLSSSWESPPSIPLDVPHAALDATPSSPPPSNPNSFA
RIAAHTTSTPTPWTRVPKPQPTAEEDDEYTVDEYQGWTLDFEEAVFGEGSKKRGKVVLVTNGGRRGRG*           
>Spun_SPPG_08072                                                                
MEARTKTVQGKSKNKRARNADESESQSEDDYRLRLSAYEKQRPPIPIITDDTQVTLPLKVLSEEFTCPVCRNILQQTMVT
VECMHRFCYACIREALFKGNKECPACRRECHSMRNLRPDTRFDEIIRMIYPSLGSSETEDATELDSIIARSTFNLRKMYE
EGIKRQEMVRKGRGVKRSTTVGAADCANGLARSPRISPDGHDDYEIESENGTCGESNTESDGVRSETSVSDAPSPEPASI
QTLSGQDQPPWVRILDLEGVTHVISMLRLFLPDETIEVTAIAHPCDKRLPLGEVLRLRTENECTVGHLSMVLREYYAAQS
DQFRDLTSDDFVVTLSRPIHGKPLDKHITVGEARDKAETGGVLLLYHALKS*                            
>Ecun_NP_586419                                                                 
MSSRFMSKGKGYPMKTRREPEKPDGSSEEAVEAIAGIEGNGRKEDSTRPCREYTCSICYSQPEGPVLTPCGHLFCWGCIY
IWSQSTGGCKFCPTCRCRMGIEEVISVLAVDSKKESRGLPPRPANNRKLVKVITPGIKINGTRFGGCFLQEEETNVFSYR
TAIGLFTLMCILISVTLKSYLFESDST                                                     
>Ecun_NP_585862                                                                 
MFDDGEVIDTHKVVCKPFRETGYCGYGDSCKYSHDRSAEYEEAPVISGPGPLCGICKKTFEERVVAECGHSFCSLCAIRK
YQDGDECGVCGKAMYGRFWVV                                                           
>Ecun_NP_586406                                                                 
MNCGAESGGCFCIRPKIIHARHTMMPGHCSEEEAEAIVMELFNIGKHRNPEFLCVFPGRGLEAKRVEAERCCICLEDIMG
SRAAVKCGHAFHSKCIYSWLEVKRTCPSCRVRVEWNV                                           
>Ecun_NP_586328                                                                 
MEERRCPVCKSDIYLNPDIVIYISPCFHRMCESCMFRIFSRGQAPCPECGTILRKINYIKPTFEDITVEKECKVRRILLR
AFGREEEEFGGDSAKYNDYLEKFEELVFEVLELKNESLVKEKVKKIQEMGQDSILNPTPKVMPGKTKNVLQGRKRQGYGL
ASEDGNKTQKIGIISDYFDPEELPRIVVEPTKKIYLPKGFLQPNAPGGLSYNTIVSLAISSIGNPNI             
>Npar_EIJ88885                                                                  
MEKEIAIEKIARKVDFDCSICMCEVEIPVVTRCGHLFCWGCISGWGEKSSICPVCKTLCSLSTVIPIYSKGKQHSEGFFP
KPAEVKKTCKKNSVYANFGYSEELRIFHMQGMEYRRNIYGKQCLLTKILYMIFLLFLLWYFFFWN               
>Npar_EIJ87683                                                                  
MEKRRADVPPLKKIAYDASVVGEGNWWDEEQTTTILQKKIDAIFAQIEEYKRVAEHAESEKLRIERVKVDELLSLLENVH
PDKVNSEMPEIIKKEILNCQQHMQTISQLRKRASQAKEVTVQPQPEATPAIDASEISEHINRIDSLESKVLHMASRLPPN
YTKLVKALEQENKDLSLSIKVLTEKIEEFIKKDAESYREKEKAEKRIEEIFQASSKKESELLAEKERICTEKDILQKRVN



ELYLALETLNSTIVEQTRDLENVSENRVECANQCHIRIKELENKEIDRLEEVAFLVRKYIDTGKKNDLLLEEITELKHQI
KYSAPQIISIPEESNNHKEIIKSLQEELHQLKVDVERGKMDYLERKSSANYHKRKSVQHEAELSAARKAASDLAEVNKHL
QSRLHESEKSKKLSSQRDIELYQGMIRCSLCSTNIKNVALKRCMHLMCRACIDERMASRQKTCPLCGTTCTPNDIVSVYL
>Ttra_AMSG_00230                                                                
MTIVSAPDEWLDAESESASWAGQSESATYELINSGSGSSSLQVVDLTAIESGSGSGLAEPSRPTRSTRSRRAATRTTRTR
ATRNTRTRTTRATRQSERSEPARKKAKPLPPDSENDVPALPRKFVRAEWVAKHFTCPICCDVFQGPLRAPCGHTFCTSCI
LTWLQHAESCPMDRAALTPDNLHADLIVANVIDDEDTVCPFYSHGCAWVGKAGVLDAHAHKDCSFNPALLPAFVREGAAG
PSTPKTTAAVLASLDEETEDGVPSPGVMPLRMRLYRNASSGAADLLANMFTSRSAASISLDAPSPSPPPR*         
>Ttra_AMSG_00453                                                                
MASSRVGHDVIEEAATAFVHEPSARLACPICTETLRAPALTPCRHTFCTHCIFQAVALKPECPLCRAVLGSDDIHPNLLV
QDLLDEMDVYCPFRSAGCTAIFPLAELEAHRVACASRPARCPFRKHGCAYAATWDAVNAHTAPDGDCPYAKVTTFISETC
SKIEVLEDALARKSEEVDALRAALLALASADAAGPVASIAPELRALLEENLPEPIATRLGLGQSASVCAGASASAAVADE
PEPGTPSLRSRALSATAGLEVWSPTRLECARTLKGHTSGVTALCVGSAYLYSGSQDTTIRVWSLETFECLAVLQGHAYTV
WALEEAFVPVPDEVYSDYDDDSDAPHVSRRLFSASSDFSILVWVASPAASSAPHFERVGKLEVHTAKIYALRYEPLANVL
ISGDASGTLCFTHAWSLAVLASVKIRDAGISALTRAGDLLYIASDDGTVSLLDISRLLAPLADVSNLELPEPVVVVQAES
KILALALAGDYLFASCSYTIGVYNMAREYEFEGVLKGHRWPVWQMEVVTSSANTWLVSASFDHRIMIWAVDPDHCVRTLD
AHHGYIHALAQRPAASADPRHILASGSGDRTIRVWIPVVAPPPAASSSSP*                             
>Ttra_AMSG_00712                                                                
MVGRAVAAHVRLDSGTSGYVSRKHASVGPLGADEWAVTDVGSTNGVFINRRRIAAHEPALLADGDLVTFGVASGRQVPIG
ELASSDGLFVYQYRAAHAEPPSKRRKPLVSRSPSPALDALESRVIELEIELESHKLRLAGMTSELEAASAQCKQLREAAE
GDVKTIAELEGRATAAEAATAKAEAAAAAAKAVAGSAVALTLEELEEEFSCSICLEFMVQATAAAPCAHIFCADCLEEWC
ALEEEGRQSCPQCRQPVLMRLHMRLLDNTLAHMLAKVGGSALQGYNARVSAFTRNVQHYRTLLSAAEQARTSRQTFLNIK
MRWTAKEQNTFQRGLRKYRGKARQLFCELAGLTPAFVASASKPVLLVAASNLRIKDVTDASTIDACRTAIINMLKGLR* 
>Ttra_AMSG_01859                                                                
MAKVGHRTGSDEKLEAQVFNIDALFSDDSISSSLDISDDDGSSSDQVNEALSGVVVKPLELDPLYKRRNKGVKLSLQTVS
WAPTAAGSGTASDAPISTESEAIFVTDGVIFSPLLSGMSADSGPAFAFADCGSDSDDSAHLDAEKGGVVMTPGSLAAEQQ
AALDLVKSVLGLPELLARTLLDHYGYDTSRMMEEFVDREAEVLAAIGWSEGENGAAASGTGDAGASDSASADAACAICFL
DDPAELAALSCGHPLCRDCWSSYLRIKITENDVASIPCPAGECGVRADQAFVAKYVDAAVFDKFQRFLLQNFVTSNKNVV
WCPAGGCENAVKVESALEALCACGWRFCPSCNEECHVPVSCAHMREWGKHLAEDNVNKAWILNNTKDCPKCGVTIEKNMG
CMHMSCGGHGTRVTGCGHEFCWLCLGDWRTHSHCGRDETAGDRNSKRIGVVRQLHFTSRFEAHRDAHKLELELRSRTVAN
IAAFRKAHPDSIVKLGYMLDAVEALLYCRKTLQFTYAYAFFLKPDSPEKNLFEYLQGELETSVETLSEAIDLPIDVEHRS
KIKKLTRAALRRLNHLLDGVEVGLTTDADDFKAVNVTTDEAGASSGNRTTIRSLFSRRS*                    
>Ttra_AMSG_02578                                                                
MLGFHFDDSRVELYSARDSGRAARAAMRERAREGNSSAASPSISFSKDQYVRASARFLVSLPLPARVAAMHTIDMNTDWD
AIEAVLLFDDADAPLKCPICLDPPTIPQVTKCGHVYCYVCIVRFISVMTSGSVTSGRGCNADEDLISGNLCPCPMCEAHV
SLRTLKSVVFEPVTSVARGARISLRKLVREVDSIVALPPGPDALAVRAANLLPGPNLLGPDAARFVRTLAADSATLGTLL
HAEHAGLVAARAQFVSSGEPEFLPAVDLALERVADRIAAHAAAEEAKATGAPPESAAPHDAAASKTYTLYQGADGQMVFL
DPFNIRMLFHEYGSYAAFPDSVSGRIVALHPHRQMPATRKRYKHLAHLPLTANFVFAELEFDDGILSPETLAEFAKLIAS
RSAKRRQADIMAERDAAAAATAREQSWRTRLNKPMPRYAAADFPTFGGASTADDDDDLLLAAAIAASAAAAASAAPPPQP
ELGSQAVNSGHTFTAALRGGFVSNAVMFPALGKPGAPASSPPPASPAAASSPPASGAWGSPRSHTSAAFTAPSQPIGARG
AKGKSGKKGKKKTLLFTNSTTRGKS*                                                      
>Ttra_AMSG_03903                                                                
MTTPGEMFHVAAPERVLRARQKDGQHVSELRGRLEELVRGMVGGRASEAAAGTVSLVASLVYYGLTKGLCQPSVGEEYGY
VLATRSSAPLEGIVPAAGPLSAPGRVRAANGSIKWAPSDVPLVRMWLALLLKIVAPLLVARADVRAAVARLIGAWVDRHW
PLIQRLAAAVIALHEAWFFAVGSYASIADRLLGIVHADVAPSTSHLARTRNQGYVGMAVLHAIPPAIDLVSALRTLATPP
AGESTDDSEHVRGAQLLAPEIDCPICFEDMSHNVSATLCGHVACWDCLIQFTASDACCPTCRAPTKPSDVVRLYNY*   
>Ttra_AMSG_03980                                                                
MTCPICKDVLDCPQAIKNCLHRFCKVCLATSLRVAKKECPVCRQHCISKRAARDDDLLRCLVEDLTFRAPPPPAESTRRR
ARNLVAPPSGSPYPPSISATAGLAPAIAKSVRAFQAATLQHRQQQQSNDSFFKQKEAVSDDDDMQSSAKRQHILARPRAD
SPQPAVSSRHIDIASLRNSIKPASVLGRMMTEAPPPESCILLDAPQRAPPGQSQPIPLVFKVIIRGVESFEGQSLWVSTS
SETTVDEAMRAVAVRVGMRGVAYRRHKMRTSSGNIQIDYSMTMAAFLNTCRTQDVPFSLTFRPQK*              
>Ttra_AMSG_04309                                                                
MGSKLSTKKLRRLVERGDEANALLLIAEANNRNKQLNLGVVFTSHDSITLLHLAALMGMPNLVRVLLDSDAVDINRTTQS
SGRSPLHFVCSPTKMLLSQFTPGERAAVARIRVDLANALSATPETTMEMALAALSAGDRALYSAAVRQDANNREVLELLL
AREDINVSLATTEGVTPLHQTAYDGYLHGMERLVATGRVDASAQDARGNTPLHQAAMQGFDAGVELLLAIGRTRYLTMSP
INVMIRNNKGRTPLEAAASRGKWASVRLLLEAGTAVLPHPDDPAFSALGLGFIRDTLDEVIDGDDDGLGLNDDDASSGSL
SGAPPETPAGLRRLGRDWAYRVHVSGSDGGSSDSAEEAGWSRSRARMSSFPDVGTSSDAGEAASSSRVPAERQVALDTAE
IGDERDDRILAVVAALDVSPGAALALLQHNTWDADATIAWYLRNPAAACDACGILNQEEVQEARALRADTTMCLICMDDI
DDGMVEATDCAHVFCRACWASYLGVAIRDAAVRVVTCPGVGCAAQVADAVVERLVEPETYQRYLRFKVQAFVDEDPRTKW
CPAPGCELAVEAPPTWVVDGPGTEESTDGAGPSSDSTPPSGHLRSNVRNAECGAGHTFCFACAGPAHEPAACSMLRRWDD
AMSRKLKQPRSDEKTRQYLLNEGIRVCPNPACDRLLSRNGGCNHFRCGGHGGGTSGCGYEFCWVCLSPWRGHTSAICSRG
KSTLAKRLREGAAEATIQRDERFEHHFTRFRTHWLSEEVETKLRAATEEVIAMVHDVMPDRVSMHFLRLACQALIQARAT



LKYAYVRAYFMQDGLELRTHEHAVATLERYVESLSAVLALPYQTELNVSHRGNIALLRFAMFIWLSRSRVWRLTTLVDSC
RRNLLEVAHGGHTQIRHVATPSTSRSFPPAPRFMSGPQSDAGRRACSACGEMLPRSSFSKRQWAFVSARRRCTACIVANR
PSSSGVVTSARQAASDNDSDDSDPELVNIAGLSSAPGGASWHRQMFSTTGAPASDFDGQVSSTVVVSSSFKRSAPVKLAH
PSGDGASSSSSSIPAAHTSAPSGRPKWFYDQYAQKWVKSL*                                       
>Ttra_AMSG_06052                                                                
MESDLPLTIPLATLASHFDCPICLTTLSDTAMLPCGHNFCRPCILECLNREHLCPCCRAAATAADARPNHHLDATVALIE
TEADKASRAYFEQLTSGRDGGGGGGGSDAGAEKDGQARNVPVRDFTPIERVFQTAMRASLAAYTEYYDKVKVAHETSLVN
LQRSAAAELTQAKSGIAARARAASLAGNTESETELNAQLEQVMVAHTQAFEAKLSAERAKFDASVSALVDAYSRYLDENV
PAVEFVPVPLSLSVPSRSLVLDGSIVLDPMHTVEDVHARAIELLCTEEHGITQWEIGSVEYVLDEQVLEPGTGVPIRAAC
GAELVAGASIELRGELASAADVCFSALPFEDGAGVRVTYYSCDECSKAWICESCAKACHAGHTVSLHLCNYEPNYACCYC
VRTKCCVLENAKTLKKKRKLEKKQQAAGPSA*                                                
>Ttra_AMSG_06763                                                                
MGRRKKAQRARREGGRGVGGGGGGGGGPPLPPLHAAAASNDANALATLLMTAGEIDERTPLRNATPLMHACFHGKYLAAR
LLLEAGASVNAADSKLRTPLHHACYSRSKPVIALVLAYGGDPRAEDARNLKPQAVFKDGKENDLLAWYRCRLNPSLTPVS
KSEAKLLRAVEAGNQAKVLDKLDKGRSPDVAAPDGTFALAIAVRAGSTDLVDLLLLHGADASRPDVRGNTPLHWAAIEGR
VDIMASLLDMGALLNVPNRASAFAPLHLAASKGHMAAVDMLIAAGARALVVDKDGQTPLFWAARHGHADIVRMLIDAGRG
AGGAGESMPDVYGVYPLHAATLSGEAESVKVLLGHGRADVNVATSSGRTALHTAAYNGDANLVQLLLLNGARPSHNRREG
DTALHIVVKRMCDPVNSDKASQAAFEATLSTLIGGTTNLNPRNSKTKTPLEVIDPVRAFNVKSPERKAALMLAGAGADVG
VLLAAPSSDDKRELHEVLATHVTATKLEMPKGWRAKVTSTIRKRKYFVNKAKGETTWHDPRLEAAKEARSTGRGGLAGPS
GGAMLLDSITCALCLELMYRPVTTTCGHSFCHICLSEVFKFKPECPLCRAVLDAEPAVNTVLAEVISSSFPEQYEARRLD
AEAMA*                                                                          
>Ttra_AMSG_06803                                                                
MISVSLMAHRMLSTRAMSFLSSLRKLPQMTRPQLVLLLFGGGGGGGGGGGNAVADATPYAELLTCSICQEIMHKAMALVP
CMHNFCAGCYAQWAKNSHECPMCRATVSDAADNHTIRNLVEAFLKDHPDQARNADELAALDRAAKSLVSRRSPPTSPYRS
RTAAAAALHLHHGHDEYDEYDEYEGEALPGSSAHPSGHAWGGLTFAFGAPPVPAAAGVTSSTASSAAPPRVSNTQCRECR
APGSSGHQCSGSDPTHLTCSVCLELLPKRTDEAGYDGPAIQCALCLTPFCDLYWGCRSLLGQGALRALGSWEFPRLPAHV
LWDNLVEIKFLNEYMASASLSVDGLWQAVLGGLSAGSYTYSPDGAGPAVGITEATATCHGCASNVFRDLIPDYLMSLPRS
ALPANATSRPNCHWGSACRTQSRSVGHAKRYNHVCEQTKFA*                                      
>Ttra_AMSG_07801                                                                
MPRRKGVPIQRGGPPEVALAPSPRPSKRAKSSRPSPSLASALGPPPAGDPPVGSLTLADDAAVPAGADIGHIDDLDQVLP
PAVLTPLRALPLAASSPLTTPKTAGASTSLLHHFLGPHTTSQLSPLPNYTAVVYEAGRPSGTEPQLDRARTPPALVPTLR
PYQARGVQWMLDRENEPGEAASVASGIHPLWRPLPTPASADPDAPPQWYWCLSNGEVSRNPPPPPLLPRGGLLADEMGLG
KTVEVLSLLLAHPAPPTFPTLEPAIGARADRVQRTRVCGCPLPLPPRLKLTCHGCGLLACSRCADEDSISDDWWLCVECA
TEYALVDQAGWRIKTTLIVSPTLIAHQWKDELERHATPGALRILMYDGMAKSGWLPPSVLASYDVVITTFAVLSSELNHV
SVGKFANRLRRNQRYVPLSTPLTRLVFWRVVSDEAQMIEGASRAAALVAAVAADRRWCVTGTPVAGGLADIAGMLRILHA
EPYTVPRDFKLTLGAGTSEALDELTGLMSALVWRTPKADVEAELGLPALTSVVHTIEFNAVEKIHYRRLFTDLAASVGDL
LASTGVSASDVVPPALQSMLTRLRQACCHPNVGRPTSRPGASTGGSSNGLVRNTLSMGELLAQLITRATVDAEEAQRLYI
MSRNGLAGAVLLATPPDYATAASLYRETLTLVTNSAAEIATDTLQVLHARHHLHWVVTHAPPGVVPASAALPDEAALGEV
VAGMRDRFVGSAVHAVAAAAAELAAATKAVRGVMNELGFDTRAGVWKTPWWANPMQRLASIDAAFATFVNTFVNENGSLA
ASEARPLLIRYLYGKAAVLAYDADADEEAGMAGGKRRRKKNDGPLRDGTPLLHVMAMACDELFNARAAVLRSAASRRREL
TEADVDELLACPRCNPNLNGEIDDAVNMSLVPTAQRSGVASCTWCAAEDVIKTYERFLFQGESEAMTADELELRSRREQL
ERERAENARRDLLARADRGAREAADVQRARANTSLAIVCDALARFVTRYPQWTLENDDDAPALNVQLQQVSMASSKTRGL
FAELKKELVAARSFWRGQVDELLRRDELRMTLSRIRLAAPGEVVPPSLQHFVIHPGTVDAVVANYRSEIRVHRGALNSAK
SQLHYLKQLRAVRSANYAAEPCPICHEALGTEVVLFTCGHLFCRSCITAMVAGARHRSSLPCPTCRNRVVIAEISYLSSD
EVAAPSEGLDDDGALGGVRTARRLTSLVNGEDVVSSSGTSGCRPKVWDLSVPTRAPLAAAWSSKLDVVVLQIVKLVEARP
AVKILVFSLWSALLKILESALAAQGVSTMSMAGASGARAKFHATVEAFRSAETNVLLLPLNFSANGINLTEASIVFLLEP
QTNAAVEAQAIGRVHRIGQTLATSVYRFVISGSIEEAVARVGAAQLAAVAAGERKASSRRAAASAALTVADVYSMFGRSL
GAMPGAVDGGTIDEDDGDSEPLTLGELQVQARFWRESVIVPPPVGRTGEAAKEMSRASAVRTLEHRHAYQRLQASISSTP
GGNGRVSVPRMRRWWSNWRAWPRSASARRSRPGCRR*                                           
>Ttra_AMSG_10408                                                                
MAGGDAAALSVLSNIEELFRCFICMARVEGAVMCPACSKMGCRACMSTWLVQRATCPHCRAPLQLDELVTCRFMNDLTDE
LDKAYLATASSSASAAMGLLASPPRGGGSRSPGGRRGVVGGGRVAEPCPAHPDQELGYYCETCGVAICSDCAMFGSTHTG
HAFNKLDAVYAIHTSRIRVETNALSERLERLRAAIAGIDENIEEVTRAKEERMLEIRDAVDQMYARLEAELKTKLLALLA
QKGSMAEELELISSVLGELERQLSAAPRSRLIAKTDELLGLLREMCQRPSLVAAVDDSEDAAESEAGSSALHVYVPPVFA
SEIVPEYASGDFVLASFSALRAAEDVVFSQPLVTHGLAWRLKVYPNGNGIARGTHLSVFLEMAGGLVGSARYEYRVEMRH
STAPSRPPVVREYTSEFEAGECWGYNKFFRLDALEAEGFARYITALESEAAQLRATLRSRALARQPPQVQAQQDAHPLLF
DDVETLASSGSRSPAAAVLASAASSPGGIRSAGSSALWWERGDGDGVDADEDGGGAGAHAGPGTRSPPPPPLPPPPPPSL
PSPATAPPLAPDSFSSSDDDEASLAQPPPVPTLPPVSAVATSAPPPVPQLPPSIFSAQPPRAARSLAPTLDMVDTGEGLE
AQVCGDEGLHSRSSSPFSSSSTMSME*                                                     
>Ttra_AMSG_11068                                                                
MAEEAPEVVVLDDSVFDVRSYSSSYDSGVDDNSEGSGGSGGEGGSKGAGIDDGLSPQERAVQLRWGAVRTAVEDEDHVST
VAWSAVAELLTCSICLRLFHSCTVAKDCMHRFCDTCIRKSLRLANRECPTCRNPCPSKRSTRADERVDALLKTVVGDVDE



FESGMQPKIEKVVSGNLAAFQESVRKGLERQAETKSTRVSQARILQALAEERGELEEPLHGPGSRSGRGRGRGRGRGRGR
GRGRGRGGRGRGRGREQARRTSASRAEDEPPRKGPKPELVYVAASRWGIGDEYCHVPSRTASRLAEGGVFILPPGEPVIH
KHYHNKQKERRRRKKSKYLRKVVSLPRRRGRPRKVLPSPPASSYTDSDSPSPDYSEWSPAPARSQFGITDMSGSRLAKRT
KRTKRRSQTGKRVRIEFKSDYTYTYSYTFAYSPSEFPTGVTLDTKHDEVCLDLWSDTEAIIASSSYTSGATAALEASRDK
LIQTLARTPFGRGAAFSPSPDPPELHSASKSSKPKPKRVDSVLDASTPLAVLPLSRQPVDALPIIEFSVVLLALQPSHID
AWMLIQEAVDIAVPNGYSSLSALPQIAHPVVATDSEATAGEYAEFVAQMLDPSGLELGLDASRVAMYMVVSANTVIPLNS
DTPVYRLAATYQAVWPVSLFYCQVQ*                                                      
>Ttra_AMSG_11904                                                                
MSFLGSEWRGRRSRMRTSPSSNFISDMQDVVNTIRMTRTSSTQYLDRLLDTYGSALDPSQRPRPHPPQTSFDGYTYPPVS
GGTGASGVGGSGGGGRAEYLHLPDGAGDGGGGHGSISSGDGSSMSRPLLSPQATPTGLPPLAFPLVEGSRIGGGGGGGGG
GDGIDDGADDSAPMASSAGTPRSARHSRSLSMMSGRSFGGEEMPQVELPSFRQLVESGVPFVLILLTIFMFHHLVGIAVS
LWLGTVFYFSNVHLKVHVARRAERSRGVLAGILAAMVVHVAVVQKLFRSADLDKRLLLLPPPEPLPLDAIVWALVLNDFC
VRFVAIALKAGVVMWWSNWGATRERGQILSMIELTLNLYRSVLPIPLWYTYFTTQDYGVVLSALLTLQYVASKLYLLTEH
VALYLDSLLALWRAHNQFSVPATKAQIMEHGDICPICQDDFEDAVILPCKHMFCESCVTEWFHYNKTCPMCRAEIPIAET
IARSDGHTSMMAILFYGSDEAGSGGGSNTGPESILPLPVGAGVTLLRLGSIVVDRLAFHSRKYVYPAGYKSSRSWWSAVN
PTEHTTYTSEVIDAGGRAPIFRVTPADNPESATHADNATGAWTPFSKIVNEARGISFNVSGPHFYGFSSSITRALIESLP
GISDLANYIPMDAELRASAEEDIRKQRALAAAASRSGNTSVPRKRKRSSKKASASSAKRSGGVGGDGEGDDRSPKRAKRM
NYAAPEGVVVPRLMSHEEYEASGLPRTQVRFIKAEPEYDEHGMPVMPVEIGHTVVIALGKIVHDRPGFHSTKYIWPVGFR
SVRKFPSIVDPEVRVPYYCEIADGGHKPIFRLTPSDRANEAFEGDSATGVWRQALASVNDTKIRLGQTDNMLLFGFANNT
VAFLIQNLPKADKCPLYRKQVFALAVPRNAAETRGRPTISQTYGSQSEAYKSSRASPRAGSRAALSPLATHSEMAGPNGA
AAISLAALKSERVANGLLASPQVAKPEAALESSLASPRHHLPQASSAGTSESLFAKFDPHNIAAPERIASGGRSEGGRGD
GSSVSGRSGRGGLVLGSSILGPPRIFGLNAFAQPSSRVQRILHLQPDTVYTGSTRHDPVPRPEPVSAISADLLARYRVLV
EAQL*                                                                           
>Ddis_XP_001732968                                                              
MFSGNSNNNNRYNGSMGPPQSQFEDNKKKVKTTQETLSSIPQQLQQQQPISASSLSSNNNDLFNSLLTSSSVLFGTLPTQ
SSLMGFSQLTTPSSASALNNFVNNYNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNTYNSYNSSNRNINSSGSYEN
VVEKPTRGIVVSNDSDTTTCSSGSVSSYSGAGAGGNNNNNNNNNSNNSSNNNNNNNNNNNNNNNNNNNSCFNAISSKSMF
ESQQPQQQQTQQTRSPTRSSFFGSEIIIDSCVDTAPPLQSVVPSNNYGNYYNQSINNTNNNTNNNNNNNNTNNNNNSYNS
NSNNTYTSKTQPTSPIKSQSPTYQSANIRTSHQYHQPIGGGSSSNHTGPPKIQITKSLDSQFSNTNTNTNINNNNNQQQQ
QQQQQQQQQQQQQQQSNSHHHHNHSSNHHYNHHHSSGSNLVSPSPTTYPHYISSSTVWNQQYISFFSSSSASSSASVNIK
STNNNNNNNNNNMNNTISKESFIGSFILNVPSFENYSEFLNKQNLIEKINILVIRYGCNVSLRFIAHLKQQDIEMEKPSF
NSNTYSNGNELVLGEKSLSWLSILLEKNYIQVECRVLKVNNNNNNNNNIDYEINVYNGIEKEIIAKNQHSPFVNAWIQMA
NELRILNSPIISHSGSGSSSSNYNNNTGYRYNGSYPSSPTSLSIPTSPIFLDNSQSSLLSVSNSSLASYSPSSSLSGIIT
PLSLYSPATSNQSIPLFHNNNNNNSNSNNNNNNNNNNNNNNNNNNNNNNNVSSSSSITITNTTLDNSLDLVTSARSLRSS
ATDNLFQPCQVLCKSTDNLFKQQIESIITETKLEMDEPKQFKLTLRTYQRQALYWMHHRELSEPEEIISLVDLDGSKDLS
FVKGGLLCDDMGMGKTIEIIATILANKSNYPINSSSDIENNNNNNNNYNNNNNNTNQVQQSNCTLIVCPVSVLQQWHSEI
INNTNPSLNVYIYHGPNRNRDRSFLMKHDIILTTYTTLVAEHNDDVIINLNNNNNNNNNNNNNNNNNNNNNNGIHHSAEH
NNFIDPNNFNNESKSTPTSPTHQSPLMSSFPMPLSPTQQQIQSKHKRKRLGDINENDETINSNNNNNSNSNITSSGIHSV
KWFRVVLDEAHTIKERSTRTSKATYALESIIRWCVTGTPIQNKLDDLFSLLHFLRVEPFHNYSWWNQYILKPSKLKDDIG
FSRLRVLLSKILLRRLKDQKINNTPILKLPDRTIMIKRDIFSEEEEQIYQDLWKTAKTKFNNLFQSGSLLKNYAHVLEML
LRLRQVCDHPYLVQKKQDNNNDDAADNNDNNSLDSDNDDKNKIQNNLNHESDWSTFLDFINSKPNHYNQFELGKCLKKIL
GKGIKDQECTICMETLENPSITTCGHFFCTLCIQKNLIADTKLVPTINNTNNNNNNNNTNNNNANNNNNNNNNNNNNNNN
NNNNNNNNNNNLSPTGTSPTQSTTSPTFSIPSLPIPNKTNLLSSSGGAMLISPSRSQSESPRYKTNHLNQSSNCVSNTPT
PLQSPHSTPHSTPPMSPRIIKPSSTNLVSLSPKSSYENVPISKILNSSGGAQNLNTIINNLNTDQEKIFLCPICKQSIKQ
STIKPISFKSSSNNNINNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNLIKKKNIFNSNNWKSSTKIDSLLDELN
KVFKNEPDSKCLIFSQWTSMLDLLEYPLNLNQFQFVRLDGKIPQKQREVAIKRFKEEPNVKIFLISIKAGGLGLNLVAAS
HVFLMDPWWNPSTEEQAIDRVYRIGQNKNVNVIRFLIKDSIEERILNLQKSKKDLAKEALNTMKKQTRIEELKMLFDD  
>Ddis_XP_647253                                                                 
MEVSIRIDSNNNSNDDSSRNNNNNNNNNNNSNANNNNNNNINGGFNLIPNPYSSSSLNSDSSNSSNDGDNEINSPVNNNN
RTIFSNPGGRISNLTNSLSNHLSNSLTSSLTNLILQNNNIINNNNNNNNNNNNNNNNNNNNNNNNNNNNNNLNYNETMYN
SNNHQTIEQSSSDTTTTNPNVFSLNSIQQQILALQNERNRRLVEQQQQQQQPQQQQQQQQQIPQDSNYDYEISIDEIQNT
NNSNNINNGDSVTTTTTTTTTTTTRVDIPMILKWIEQNLPFILILAGVFVYIHRIGILVFFWQQLVFFQANIALKKQVSL
HDKRSAPIVFWILLMLSSNILTTYLFTSPQQLWRSLIFLPPKLETIDIWSSFWVTIINDFIARFITMIIKALYTLTASNL
FIGRSRSPSSSPLSPSSSSSSSSTSNSILSFLSLSTPKRRGQLYAAIESTSHLYRSLLPIPIWVGYLYSFQANGDQIFSS
VMVGLYITLKLTIIIERMKLCISALRVYILHEVLYGKKATPDQINAAGDLCSICRSSLVSPIVLRCNHIYCENCVSTWLE
RERTCPLCRCSILFAGNMTHSDGSTSLLLQMF                                                
>Ddis_XP_638242                                                                 
MSGNNSQSDIKPTIEQDDYEDNNNNNNNLNNRTTTTTTTTTTSSSNNNDGSEQSSSSQQQQQQQQQQSSPFECNICFDDV
SEPVVTQCGHLFCWTCIFQWLQHNSSQQCPVCKAPITKEKLIPIYGRGGSGEDPRKKSQSIPQRPPGRPEQARPRGRGDY
NGGGSGGFNDFFNSPFGSGVNGNIGNSGVSFSAGFGLFPGLFGIHFYGNNNNNNNNNNNNSSSSNSNSSSNSSNSNSNSN
NVSSSSLLFIMRNSMTSEESIFVSRLMFALGLLLLFFVLFN                                       
>Ddis_XP_636636                                                                 



MNNPFNKNGNNNITFKYLEPEKIDNGLECAICLEVLNDPVVESQCGQMFCRECINNAISVKPICPLCNQMASIGIVAKYV
SNKLNEALVTCTLCDDVSSIKRGEYKSMHLDKQCKSQHCEGCGSKFTRSEFDHHIKFDCSMAIVNCSGQDILCPFRSTKS
EVSIHEINCYHLSLRTVLSDLIKSNKEKDEKIKKLETQLLFQQNTSGIGIGSNDALVNQQIKNQQFQLLQQQNLLGQTQQ
QVQQQYFLQQQQLLQQQRQHQLSQLNSFQDGLYRP                                             
>Ddis_XP_635511                                                                 
MSIDIKFTINDILFNQESLQKKNKYTCPICFEFIYKKQIYQCKSGHHACKECWEKSLETKKECMTCKSVVNSYNDLSRCL
MVERAFDKKECCCIYSFTEQIVQGGTNCSPPDGASDQNQRKLIKDEENGCKEKIEVDQIDSHLINCQYKFVTCSFKGCEK
ILRMNSLESHQNECGFKLVICDFCKRDDIKKKELETHYKTCPMVPIDCSQGCSVKIERKSIIDHIENDCCNTQIPCKYFE
QGCKVEMKRSELQNHLERVNHQTYMGILIDKLTNQVGHSKKTHDELLKKIEDLSLLIIKFSDACLKKQVLPKALDICSNG
YRNKWIISNYSSLAKSKLNCKSLSSPILLILSHHFQVCVYPKGDENKEYISLYLRVNNIEEPNSLKVEYSFTLVNVLDKS
KSITKRVDKIVFISPKEWGWGKFLLSDLINKENGWLSNDDKLTIEIYIKILNEEYEPLES                    
>Ddis_XP_635416                                                                 
MSIDIKFTINDILFNQESLQKKNKYTCPICFEFIYKKQIYQCKSGHHACKECWEKSLETKKECMTCKSVVNSYNDLSRCL
MVERAFDKKECCCIYSFNEQIVEGGTNCSPPDGASDQNQRKLIKDEENGCKEKIEVDQIDSHLINCQYKFVTCSFKGCEK
ILRMNSLESHQNECGFKLVTCDFCKRDDIKKKELETHYKTCPMVPIDCSQGCSVKIERKSIIDHIENDCCNTQIPCKYFE
QGCKVEMKRSELQNHLERVNHQNYMGILIEKLTNQVGQSKKTHDELLKKIEDLSLLVIKFSDACLKKQVLPKALDICSNG
YRNKWIISNYSSVAKSKLNCQALSSPMLSILSHLFQVCVYPKGDENKEYISLYLRVNNIEEPNSLKVEYSFTLVNVLDKS
KSITKKEDKKVFISSEGWGWGKFLLSDLINKENGWLSNDDKLIIEIYIKILNEEYEPLES                    
>Ddis_XP_640208                                                                 
MSNVQSQSNSHHPVHNIVNRSPTSRSEQQIRSIPPTNNNNNNNNNSINNINNNTQRQPLNNNNNNNNNINRNNSNLYPSY
ADQPDILRSSQKDEYYKKLFEDQCFEMLTRITGPRFIMNRQSESKLLANTIYYLLTTMIGSQTLGEEYCNLRKIKDKTFS
IPSIPDRIKLYFFHLLAPYLIKKSLPKLFQRHPKLYILKEIFPKFERLHLALFYFNGSYFEFSKRLSDIRYIFNRKIDQK
RPKYDILGLLIIIQILLSTFMYLKENSFFLKQQQKDGGCNGDGEEDNQDLNKDIKIEQVDSVINNNNQDQNNNQEEEEEQ
KCTLCLEVRTHTTATICGHLFCWHCITEWCNNKEQCPVCRCPISIRTCVPLYNY                          
>Ddis_XP_646455                                                                 
MSSPTPTPNKYRNNRNNNNNNNCDNKNNNNRNNNRNNNKNNNNERGGGGRGRRNNNQLQQQQYNDDNDPELLLAFEISKA
EYELEQEKQKKIKDANDFSIPLSKSSSEFIPSSTTTTTTTTTTTTTTDTGTVNTTTNNNNNNNINNNNINATKKKKKDQI
DMTHLLNKTPQQNNQYQRRYNNNNNNNNNNNNNSNNNNNHNNHNKRRPNNYNSNSNYNYSYHSNNNYNYRNDFRDNSFLQ
ANYLFKINPYGNYTSALKEADNFVAWNKVEQVIYLINESHSIQCPICLEKPIAPKITKCGHILCYTCILRLLSHSSKCPL
CFQIIQSKSDLKSLIFKNTKKFNENDSITFQLLKFQEGSIVPFLVNNNNNIINNNNNNNLIPTKISFPNQGDENQLFSKF
SIVTDIDDIIEVELREILKSRETELSESGGDSETLVFLTNAMSDIEDRREQYKTMTETRHLIDEKNFITLINQNNQTKNE
KKFDYYTCSNNFEIRMALEDYLNSKNNGIDYYDDDDDDDDDDDEEEEEEEEETDKKNNKQKKLINEKEKEEKEKEEKINK
EIKELKITTTTTTTTTTTTTTTIEPVVEVLQSEQQQQQLQQQLQQQLQQQQQQLSLLPKLKISYENQPYNGVYYLYQSND
GQKIYLHPLDMKIIEFEFKDKSINDIPSTIKSRIIELETYQVTEQSRKKFKSLNVLALTTSILFAEIDLHSIVSKETLSH
FNNELRARKDIRNQKKRKEQKLQRSKELERAKDIERAQELKEIYLKEKEISLQLERERLEEERLEYEEKLKNGEIKISKK
LGFLDAIQSHNNIDSLNDFPELSKK                                                       
>Ddis_XP_645492                                                                 
MNNNPIIKNYKKSLSQSFDDLLVNKDIDDSFTCPICLKLLIDARQGCSEGHVFCNNCITSWLKNKNNCAVCRLHISQNCL
SKNRFLESNIKKIKVFCPNKNDLNDLNDDSDGCPEILEIGNVESHSLKCIHRFVLCQYGGDKCGPVRLNKLLSHEIECPF
VEIQFENSKKTNSLKKKKNFRFQIPNSPQ                                                   
>Ddis_XP_639882                                                                 
MTEFKISDLLVKPLSESFSCIVCTDLLSESHDKIQVNQCPHGHCLCSDCWTKQIENKKKECPICRAKVKLEFLSRNLFLE
SEFKKKKVYCKYQYKEEKEDGKIIKDEENGCKDIIRIEEMETHFKNCQYAFINCPNGDECKINSRFRKNQLEEHNKSCEY
LKVPCQYCKTPIAKINKDHLESECQSYKIKCTHCKLEMLRMELSEHLEVCPEMTIQCKYKEGGCQVSFQRKHQANHLASE
NNHIGFIQNIIDQHRILLDESDRCFKRLKCSHETLEKRLTNINKYSNQWVIENWMQKVIDIPNDEVTSTKRVSCPMFYFN
SRKYNVSCFPNGFTPANKDYISLYLHLHEASPNINIKFSFEIVNSDPTKSIKKEKNSYFQNDKGIGWEKFAECKTINTLG
EGFVVGNKLTIKFEIEIPQTIDPLTTK                                                     
>Ddis_XP_637973                                                                 
MYKYNLQNYFTLLYLFENPPEQFNGEDQDENDNDEIQQSQSNLPPIPTPSTSTYTSTTTITTTTTTPTPTTPITTNINDK
ESVSISNINVNDDSSSPNKRKLGEIGNSTPSQPPSKKVSTPKSNESNKSVNYSGASPSNEGYSPSPSPSSKYIKTPISNS
SSLSNTPLSNSSNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNDNNDNDKSKEISEDDKFTLKKQQSFN
VNFTQSLNDEVLSYTSSDYYRDNIDNPTETYTSSDNLNYENFDEELIFSAPNNKDIIHIIDTDNKSSSSSSLSSLPSSSS
QTNQPKNKSSSTTTKTTPSSTKTRTTSPTVTKTNQISPNSINKFNSSNNNNNNNAITPSKKKRIDYDLISGTRVKTPKKS
AIVSKQPKGFLSTPKKNTTTVDDDGGDDDETATSKNNEDLNKNTNKDSDKNEKDFCPICQSEFVNPYYSPCNHTCCFECW
NQWLSLKLECPVCRERCRIKQCKPLTNLDSQQ                                                
>Ddis_XP_637452                                                                 
MIDSDTQSSLSILMMLKTNTGGNTSIIKNRKDSDISDSSGDEDYRSSSKSLQKLFIGLSEDFTCSICYELFERPIILPCN
HNFCKSCIEDMVIGQKQIFHCPFCRTEVKLTEKGVDGLPVNSFLFTAVEKMKNANAFCPKFCDNCTSKKVTRKCETCSIS
LCKACESSHVAKNGGHKTIYSDSHIASDFDIETHINKDSDIDPPTYLPFTISRSQCVQLFQNWISSLWFAPSDLKVNKSV
RYIKPIYIPYWIYEAHTTTKYSANVSTGGSGVVGSILTTNHHQQQPIYHHQLAGKFDSTNWTHKVNTVSNRYRHATIANT
KLIDKDLLTQVQTWEINNIPSVDQSQPPNPKIQPLAFLTDEATAWKKIVEAKILQKDREVCENRIKLGCGVGGVAKDIVI
ETNLTRVASQKVFLPVYFIKYIYDSKSYTVIVNAQNSKIVGHRPYAQGLSTMFRMFKPT                     



>Ddis_XP_636746                                                                 
METFNLMASSSTPTNTMVDSPGMATSSPISNGNSNHNHINFNNNNPDNPNNNNNNSNESIEPPRISITTSSSSLLLYNTN
IDMNENLENLNGSNSNSNSNGNNNNSNNPNNPNNNNSSINNSNNKVSTLNPKTYKIKKDSESNSDATEEVDELLLCPVCN
DMIKEPFISKCGHSFCYQCIIIHLSKSKTCPICMVYLTREQIFPNFALNKFVEKIGVKSSLLPTPTVKQFRNTLSNENLS
LHDINLMVSTLLEKKKNLEVHDQQVEYDILLDFLQKTRSQKMETFKQLKRQISYLENDIKAIEHQKDISESLSNGDLDML
RDALFIGKGGDDSNIVLSIPHHSNNNNNNNNINPNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNINNNNNSSNNN
NSNNNSSSNNNSNNNNNNNSNNNNIPNNSSNVNNSNNNPNNNKILESSLNGINTATTTAATTTAATTTAATTTTTAATPT
TSTTTTTGATTTSATPTTTTTSTPTTTTTTTAATPPPSTTPSTTAATSSSISTTTTTTTNNNNNSLISKKRRVEIHLDDL
QSCYFSAYNESDYDSPTIISETNHNNNNILKSPNSVNSSSSSIINSNSNSNNNNNTNSNLNNLNNNIESLKVGKGLLSFS
RNLLKFTKYNEFKVLATLKYGDLFNTSSIVSSIEFDRDEEYFATAGVTKKIKIFEFSQIRDNVEVHSPVKEMTCRSKISC
LSWNTYIKSQIASSDYEGIISLWDANTGQNIMTLEEHEKRVWSVDFSRTDPTQLASGSDDTRVKLWSTTTERAITTIESK
ANICCVKFNPCSSNLIAFGSADHHIHYYDLRQYKDPLLIFKGHRKAVSYVKFMNKDEIISASTDSTLKLWNVNQNDCVRT
FTGHSNEKNFVGLTVNGDYICCGSENNGVYTYYKTLSKPIVTHRFGANSGTGEETDDDGSQFVSSVCWKKDSNILLAANS
QGNIKILSLV                                                                      
>Ddis_XP_635516                                                                 
MNFMNFGVNANSYDFTDFPNASIVITWNNLLLNAIHKASPPPTVVSRSLSMVHTAIYDSWAYYTNSKGVYLIGESNCSTI
PKNKNDNDIKKSISFAAYRTLVDLYPLSIDNYNEKMKNLGYDINDINLNLDNSVGIGNKASKLLLENRWLDGSNQKAIYG
GKNYSDWTNYAPRNDAQPSKLRKPDNWQPLSVPVKNSTLFTIQSFSTPQWGSVKPFSLLSGSQLRPTIPPPYYSFNDQNN
NKTIEKLKNSAWELIGYTQNMTDEIKAIAEYFGDGPNSVLPPGHWNLFAQFVSKRDNHSIEQDVKLYFMLNNAQLDSGIA
CWDCKRFFDNARPVTMIPVLFKGVKITGWNGICKENVEFDLSNWIPYQDPYVITPPFSDYTSGHSTFSSSAAEILKRFTG
SDKFGNSVTIKAGSSIFETNCSFPVPKTDINLYWETFTDAAQQACISRRYGGIHYDFSDYEARKMGRKIGEMKSLKKFFV
YKKKKKKFLFYFICSFPPLLNTQMMNDIINNDKLKEMYIFENQPSFLGKPEIPSPTLFPKYDWPNVDESHQSFFYSSLIF
SEIPLEELLVTQPYEKDSLTIFTCSICTSLMSNPLQCKNGHLICDKPCWSKILEGSFVKSCPICRVIVSLDQLGKNQIYN
DMFSKLKFNCFYKPNGCNEINNYSKLKNHFEICKYKSVKCKLCKQEFSNEIADVHLEICEMVIGNCSKCNKQMKRSEFQN
HFENDCQHRLYGFCNNCGILLNKSNHLIHKNENNNNNSECLIFKFMLNLFSIDEKNKNKTDNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNDLLEIEIIENIKKQIQSLSNKSNLFSVYQLINYSSILNFDKNSNINNNNNNINNNNSNVNSVDNGVH
QLEKQLQRILSKQQSANQENSYIQQQIQQLSNYSMIIKQQIGQGQPNAQQQLELLERQILNFQQDQKNLDKQCASLQSQA
QIIQQMLNNNNGNNLNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNTGNYTPSSTTTTTTTINNDNNNLGSPGFNI
GRIGPKIRQLPTRSLFRLGGKGNRFNFSSFTELMSEREDIPFDISNLSIQRQTHNLPNIFNPFSPPPNMNVDLKKNPFSP
PNQNQNQNNQ                                                                      
>Ddis_XP_635493                                                                 
MSINSKFTINNVLLNQESLQKKNKYSCPICFEYFYKKSVYQCRSGHYACRECWEKSLETKQECMICRSEVNSYKDLSRCL
VIEQNFAKKECCCIYSYFDYFIDANQKYENEENEKRILIKDEETGCREIINVDRLDTHIQNC                  
>Ddis_XP_635487                                                                 
MSIYSKFTINDVLLNKESLQKKNKYTCPICFELIYKKSIYQCSSGHYACQECWEKSLEIKQECMICRCKVKSFKNLSRCL
VIEQNFSKKECNCIYSFHLDYFIDGANQENEDEENEDEENEDDEDENEDEENGEDDEDKDEDEENENENEENKDEENEKR
KLIKDEENGCKEIINVDQLDRHIQNCKFKFVKCSHIGCDRVLRLNSLKEHENQCGFKLVKCEYCACDGIIQVQLENHYDE
CPKFVIGCPQGCLNFFERDQIKSHIENDCNNSTIQCKYYEYGCKVEMKRSELQRHLENVNHQLFMGKLIDKLSSTLDQSM
KIQELLLKEIEKSKITCSELQRKNDELSSLITEIDDNYFNKNDFINSWKLTSQGYTNKWIISNYSNLVENTPHPEYIYSP
SFDIVSREFVISIYPNGSLTGKDHLSLFLHNNNEDPNKLEFTLELVNLLDKSKSITRKGLEVFEEIERKGWSKFLASKLI
NKKNGWLSDDDKLTINIYVKILYDDIEPLES                                                 
>Ddis_XP_635425                                                                 
MSIIDIKFTINDFLLNQESLQNNNKYSCPICCEFIYKKSIYQCKSGHFACQGCWETSLKNKKECMICRIKVNLINDLSRC
LVIEQFFSKEECFWCDKIVRLKSLQEHEYQWL                                                
>Ddis_XP_635418                                                                 
MTVKYSINELLVDHESLSDNFTCPICFDLYYSSSSKKEVFQCRDGHLACKSCWSDSLLNKKECMICRTPVNSMNELSRNR
FIENEFLKKKVYCPNSFFFIENVNVDDSSMNEALIRDESNGCKEIITVEALEKHQVECQFRFEKCPFTGCDKILRLKQIA
EHKIDCKFSSKYCLHCDKEIPGQLDAHALVCPKVRIQCTQSESCKKSFPREQLRLHIDQDCKFTIVKCKYCCLNNSKNES
IDFKRFELADHYEKVNHSFEMDKVINNQQLELVECKNQIYQINNKYEKLLERVIKLEQLSMDASNKLSLLPRFKNSIIFA
TFSTHKLKRVNEGISTVPLDVGNNKFKLTLYPNGYDESNKGNISAYLYRVSINEPAVKVSFTFVFNNQDSRKNRTYRIQE
YTFNGGATSGWGYPKTLKTVDVDSANGWLTDEDKLVIGLRIQVLP                                   
>Ddis_XP_644058                                                                 
MSMDHQDLKRRDPPADSESQRPSKKISLSSSEASVPIGGPPIDQNLILFQNRAMKVRVEEQKIEINDREQKIKQLNTKIH
QYKENISCLCRVWDQLNSGLDLLINRVDFENAMDNLLPKDNITESFEFLSSYITEPVTLDEKYTLDQSLQKKVQKTQSTF
SKISKALEKEHTLSKFVFRLLKSKDGIKSNDIEKLLKEDNDKLSKQNQYIQNIYDKVQIQFKQLTDQTTHLADQAAIYQQ
NNKELKLELEKSQDELTIERKRVIKLQDETLRTPQVKIPSPSLGSNIPGGANNNNNNNNNSNNNNNINNNGNNMGGSGSS
SLASSTNGINKQQSNDINGKELTHEELIAELQRQSDSRLLEARKLREEKAILLKELQQIQIDIRVIPEERIQNSMPYQVL
RQRYQLVSDELDIHRNQCTKLQNDLAQATIGRRLEREALEAFEAHRRQNIERRVSQLEVESIELKGEKEKLVCLIEQRNP
NVPSLQYIQESRLLLDKKDDEIKQLRKEIEQLKLDIEKYKAPKEEIERYKLLVQRDVESKNIEINKLLEKINTITKQNND
LKSNEQQLLQKESELTLSLNILKSNKNNININNLDKDNIEDNSKIKQQQEQQQQQHQKIDNNNKKEEEIKKEQQQQQQQQ
QQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQEEQKKDKEMIDIEKSTENIINNNNNNNTNEQKLNEINKNIE
NGNNENNNNNENTINNENTINNNNNENKDKIIFNLELNESKLKLELSTVKKQLEDITKSKEEYDNEIKEINEKFKAQIKE



LDITISQNKIQQESQKQELEALVMEIDSMGKAYEQMLEQNTRLTKQLSDKEDTHAHLMAENIKSQQTIRNSKEIQLAIEE
KLNRNEEKLKSQGELMQKIEEKSNILQKQLSKVTEDLHSCSFDLEKHKRFVRENNAHSLELKTQLDHLSNLNAELKKKAD
DSIFALEREIDKAKRLDEEKQLLKKKLEKATSANNNNNNNNNNNNNNNNNNSSSSEEELKLINQRLRCTICNDRQKNYVI
AKCFHVFCKECIYSNIDTRKRRCPSCNRAFAETDVHQIYY                                        
>Ddis_XP_645272                                                                 
MDISQIPLDTLVVDQENIKEIQCGICLQILVTPRQCRNGHLFCLGCIQQSLKKNRHECPQCRCSLDFDSLSRSLFLEKHL
KNLNVYCKNHFKIDNHPTSFGGLNNSSKNLPPTWVDDMEGCGFVDSYEKIESHENSCQFRFENCKFSVNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNSNINNNSNNSNSNNNNNSNNGFIGVNVFSSMTSSLNNSIHGNCSGF
GASSNNSSGNNSPFVRVTVLNSKSNIVDNNNKNNNNEEDELLTTEGNSGEDHNNSFSSYDTKPIECVKIRFKDLEKHYLN
CPFRPIECSFCKSEFTFYSIKDHETNCDFKLVECNQCKSQISKKELKYHLDENCPNQIISCTFGYCDKTFERKELNNHLN
ETLAQHMIMMKQQQQEEINLLKKEFTNQLQLKDEKIKGLEKLIKEKLSEPKIKIDWKIKNYLECKRNGYHQSEKFIIEGF
PFFIGIFTDGDNNESKGYISIYLFLDTSDIPKGRSINTEFSLKFNNQRDSAQSLNREYKATFPIRDGSGWGDRRSIKTHN
LESNGYIKDNTLLITAEVTIKKILWLVEESQCDKH                                             
>Ddis_XP_644812                                                                 
MTGSNNLNSLNNNNNNKISLQETIQDIIKCSICLNSPKNPRFCPRCSALFCLECIDRWIISNPTCPACRDTLTSDNLNSN
LIVSNILNELVKSEQEEYTSSDICNYHGYERLYYCSTCQEPICSDCALFKHKDHKIEKLSINFNKNLEILKIEEEALKKR
QEELIELNSFLELDAETLLKNKSQIEKEISKVVITMKARLKYDFERRYNTILESQEKINNELTHLDFIYNDLLNHYKKSP
SSFVLTSQQFIGVLQSVHKNSIMDIYTPINTDLTSELIPPFENRLLKFENFTTGDCLFSSRIAFYGMTWEIKCGIEEDNC
FLNLKVLECNSDGKYFYMFTIVNQKTNVNKLIEFDLPFQAGETFYIPNFSSKQTLIDEGFILPENDILLLQFSFRPQNYF
CYSNDLKRYIDILEYRHRGYFGEEDEDDGTIETTVTKLPNDKSTILGSDNYNDNYNDDGIGDLDEDEEEEEDDEDDDDNL
DDHLQYDNDDDEDEEEDDEEQNEEDNDEEGTNIPTSEYEDLDTSSASVISNINRRDRFKNNNINNNNQFVNSNNNNNKYN
TTNSNNSIVGSSRYINNNNNNNNNNNNNNNNNNNNNNNNNNNNNYILNRSYSTNKIYNFYQDEEEEEEDDDSNIDDQDED
EEEEDSEEESSLSSSDLQDLDSSGDQSSLEFSFSKYTNNYYSNNNNNYNSGGGGGVGGAGDNNKIECIRRDFNNLLKRIN
FTNSQLTNLKPGVPKDGDLLNDDENDKKCNIPLNEDEEEDEDEEDDVNKNKTTSTTTTTTTATTTNEVVTINPNTISNNS
QDEEEVKSDIVKLLENGIANMLNNSNSSNRSSNNLKQQQQQQQQLQKDDQKQKDEQQNKSNTGCDIDQLNILSKLSIKES
CDSIKNNDNDSLGNSTNNNNNNNLNNNNNNNNNNNNNNNNNNNNNNSNNNNLQSFLQSNENTENETDFNDNNTNPETNTE
TENEYLTSSNMNLDGGESEFDSNKSYEGSSTDENFNSDEDYQDEDNFNQDATGSESANNDDYLDDNEREGSDSIENYDED
IEKVLTSHNIITTPSIPPSQQPQPQLQTQPQTQPQSQPQSQPQLQPQSQPQPQTQPQLQPQLQPQLQPQLQPQLQPQLQP
QLQPQTQPQQQKKYDDLSENQIQTENRNKKIKEEINNKTNNDNNNELGKSSKSNTSSSSSSSSSSSSSYSESESSESDSN
NEYDNEDEDDIVNQVSNFNFNFNDASNFKNFSFRPKFPSDENDNDDNDDDYEINIDLKNIQKISPILRAIENGESNINHY
QSPVSLSSSSSVSSFSGSGNSVPITATTTTTTTTTTTTTTTTDDDSGINMPISPLSASPPSPPPQNEPQINNETNDNDVK
LPQI                                                                            
>Ddis_XP_643727                                                                 
MIKYLNSISFVNKNLDISNDDTSSYMSETASDIDIGDYDPNDWFLEDEENQGEEDDEPLFTILEKKGLEDQIKDNANVLS
DQIDQSSGNAILLLQYFKWDLDRVLSGEYFEDPERVCKNAGIILANEQITKYPTNSVCIVCFENQSNDDSFYSLSCGHGP
YCKGCWKSYLHQEMQTCGGEIIHSKCIYPLCNGKLTYENWKDLASDRDYSRYWYFICKDFVGNNKNLEFCPNPSCGNAIR
YSGVGRPNDVVECHCGTRFCFSCGSEKHNPVSCAQLVEWKSKNSNDQESLKLIKSTCKPCYHCGMPTERIMGCNHIICRK
EQGGCGGEWCWMCRGDWKTHGQHTGGFYSCNKYEVSEGKKADESAAIVKQESDRFLHYFTRYFNHDMLMKHAIKMRDEEM
EDKMNQYRELANLNPDFLQEAIELLIECRRILKYTYVFGFYLSDNVAGKTFFEYQQANAEGITEELSESVYINVALINAE
DMKNRVRVTKKYINNLVKSIEEGLGLDESLGLSSSISGIPQE                                      
>Ddis_XP_642185                                                                 
MGESNNILPFIYNQPIEIDKELECSICLLPLFEPVVEQNCGSMFCNQCLLNNFNIGKNNCPSCKQIINKNKLSNPPKIIT
NKLDELLVYCIQCKDNYPENEIKYMTRLYFIKNHSEFECKTNECECQIISTTSKLTLNNDLITSPTNLKLYTKIELKHHK
DNECILSSSNCSANNVSCPWNGHLKDKDNHESTCSYISLKPHLLSLQSKISQLESEKTNSIQYQNFLETQINQLESKLSF
PISPPKYLYGRFIKYQQQLLDYQQQQYQQQQQYQHPPQQQVLTPYNKNNKIFEFSENSFKYVNGVEIIKNKTKSISLGSD
FNGEWPKLNEWLINTEVDTIILLDGFRHEIHVPISIKTLHIGNIVVFGPITTYGASLTELHLHDGCSIKLDYNQLPKTVS
TLHIYNINNPYSSPSSSLSSFVKPMNQKLQQQSSKISILHLHDGFSIEGCQIPNSLRELHLYDIKVLSIKTPINLLELFL
HDGFNLPLENVLSKNITDLHLFNIKSNISSTPPMIGSSVKNLFLRDGFNQDIYIPPTVKWLCLFNTQRPINIPKTIKKIY
LQNYNFPRNNFPNGVKVYEQNPMNNNNNNNNNNNNNNNNNK                                       
>Ddis_XP_642156                                                                 
MFGIFNHLNNTTSSTKITPITVSIEYETKDILVDSDAEKYECNYYSEYSIGNHASALQCKEGHLVCSNCWESHLRTKKDC
MICKMPISELSRNRIFENEYSD                                                          
>Ddis_XP_642154                                                                 
MLDFINLINNINNPTSPTKITPKVIPIKYEIKDILVDSDEEKYECDICTLELFIESEPKALQCKEGHLACRRCWERYLST
NKQCMTCKTPISSISELSRNRYLEKEYSNWLNDRLVFCPNSNENVFRLNMSGLPAINNSNQTLHQDLCNHGAMKFSELQN
HYKACESRILQCNLCLIKFCSKDSDKHQNECSKVYSKCEFCNSNILRSSLSDHHKTHCTKYLIECPHCKIMIKRDTITKH
INDDCEEIMITCSEYLCGKRFTRSKMQIHSLEHSVTKLMNQNEIIKKDNQNLDQEKKIEEIKLKLNNLLNNYIQLKNEIA
VLKQNSFKEMVYSNKWIIPEYRSFNALYTHKKSKNSNDFQVGSHTFYIKIYPNGQAGKQGKFGVFLERKPRYGILLKYMF
SFSLLPPEDSTATKVSLGPIHRVLILLLIDFEESRSLSCGTNVFTDSRKVLKDFLNEKGELEISFSITIQDEKIIPL   
>Ddis_XP_641970                                                                 
MTGNNNNEEIDLFGQLLKCPICYDFFNTAMMIPKCSHNYCSFCIRQSLSFKEFCPSCRISCNATQLVNNRQLDLIVQNYK
SLIKEISKQKQSLQNQQNQIQDQILLHLKLENQFNQQQQQQQQQQQQQQQQQQQQQQQQQQQEQKLQQQEQKLHEQEIIP



CGSNNNNNNNNNNNNNNNNNNNSNAKNKTPTRKRSSISNEPISPPPPSPSNTSKTTSVNSSQNSITTTTTTTTTTMTSPN
KRSKTTPPSTPIAIVTRSRSRNSNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNTNASNIEIQNTFNITSSYSENDITPTSTQSPPKSSSFSSTKSPSKEQKVVSNAKLIIDVDEFNDNNNIILDKKDV
EKLEINNNNNNNNNNNDNNNLDTKEEELKENNNNNNNNNNNNNNKENKEEEKIECPICNIFIVSKYIEIHANECLAKGEK
EEKIFKMNHSNNNNNNNNNGNTTNKSYLPKMAYSLMNSKQLKDSLTKLGLKTNGDRTALIKRHKEYITRYNSEVDSLSPK
PIFDITSELYQLEKEREKEKQKEKSSQYVGITDSIDREKHFEILKNEILNRNNNNNKKNNNNNNKSFQPTTTTSSTTTTI
TNSHSTTTTSNDNIENKSPEEDEDFYSL                                                    
>Ddis_XP_645304                                                                 
MVDNYNNNNILPTNTSTTTTTNTTITPTPPLPPPPPISNILDNNNNNNLIKNDIKNDKVAVSNSNVRPSSSSVSYENSDW
NKVYNSEREKLHEVNKQILNIKRPSTSIVRVSQLDSARLDEEILDLLRSQFMKIFTFFKPNFIHNFQPEINLVLKSVIYK
LSIFNLGTTYGNQLQNLTYRNEKAFDPIRGSDQLNKLTMRQKWLSGLINIGGEWLWTRINRYLINNNWSEHPPNDIRKKF
WNFLNFAESAYKALALLNFLTFLFNGKYVTLVNRILHMRLVYAHPTLSRNISFEYMNRLLVWHGFTEFILFIMPLINIDR
IKSFLYRLLVKTSFGNSSGNNNNTASNPLQQLQKQQLLIQQQQMALAKCPICMNDPISMPYSADCGHLFCYYCIKTSCMI
DSSFTCPRCNSLISNIKRFSIQD                                                         
>Ddis_XP_644932                                                                 
MKLGRDIPIYKLIIIKNESIENNLKEISFSDNFKCQICEGLLISSLIPNRMKALQCINGHCFCLTCWESILEIKSECPTC
RIQIQSMNTLSNNLFIIKSISESIKIHCPNYLNFDNSNNFNGCKEIITIDEIDRHESKCEFRFIKCSINNQCNEIIRFNE
RDKHESQCDFIIQKCTHCDESVQMKQMQGHILFECLKVLITCQHCSLQFTRLKLQNHIENHCKEIKIECPFKSLKIIYNN
NNNDNDNNDSDENNSNQSLSSSSLSSSIIPLSPCNELMKRSELSKHFIRNHQYHNELVSIVLKKQENKIKKLETIIQQNN
VNQNFEISIIKHSNSLTRDSFYKENKKKDKLIQDLMKRVLILEHQQQQNQIQNQIQNQIQKLSNKSIFTTTTTTTSTSDK
NNNNNNNNNNNNNNNNEDEEDDDNIKNNDNQGNLKSLREMFNTISNFKDDENEQQQIQQQQQLPFTSFGPLSVQQQNNPT
KQFNQLSQPQTQPQSQSQSQSLFGEWSPITINQNQNTPSNPFSIFSGTSL                              
>Ddis_XP_644649                                                                 
MDSQTSQDIPEILNDIFELMDRQIDEENKQQKDDKNKTIAHGTSQLVQHENPQEDFAFGVKNPIQQNEEEKKNEEEKQNE
EVKQNEEEKQNEEVKQNVEEKQENRENEQHNEENEQQNGEQNKEEEQQSQQSQQSQQSQQSQQIDLNIKKEGEKQNQRQS
SRQVVIIDLSDDDEDDEDDDGENDNDKPTPISNTETTETSTTTTTTTTNVNNQNNNQDKEVVDLTLSPPQSPVLVLTATR
LANNNNNHNNDRNNNSNNNSNNRFLNRQANDFTFFRNNSFFNSRTQHQPPPPPSQQQFPIVLNIFNNHSGSAVGNGPIGN
NGNGGNSLKKRKHYHNFDTDDDDDDDDDDDDDEDDDDEDDDDDDVHFDRRNQFPISPEDLFDENIDISFGFGGRDRNSDS
SDDSFFRPTNRQSLVGTNRSAVRNNNNSNNNNTTATASIQTTKPEVIHILEKQGNSSLSSISENSELWKLQKEMEKENES
KKAIDTQSNGGDKKSKNLECPICFEDTKPYVSTLCGHIFCSDCIVNALKKKKSCPVCNAKLHGKKPYHPIYI        
>Ddis_XP_644635                                                                 
MDKKINLDYLIDDIIVNSDDLTPFQCQICFNSVIDFKKETLSFDVLQCRNGHISCHECWNRQLSIKQECPSCKVKTLPSE
LSRNIFLENAFRALKVICPNKFKESKFQGEAVHCENGCPEILKVELLEHHLKECQYQFIKCPNNSNKCKYIIRKNQIEHH
NQSVCDYSLIQCEKCSELIERKKLNKHIESECDTLMITCSKCSASIGKKLMNHHLETDCPMEEISCLYKAGGCNKRFLRS
QLSQHLSENNNHIFYIQNVMDLHKLQLDECNQDYRKLEKQNRDLEKRLFYLESTVNSTVINSKPHECGGGGGGGSGNNVY
KGKWVINNWDRKLREYPISKSLNSPFFQIGSSKFFIMLYPNGNNEVKGFLSIFLYKIYDRPSLVKYSLEAKNIDPTKNYK
NTHTNNFINNNGNGWFKWIENKSQNGFFSNNSLTISISIKIIQDHSLVTE                              
>Ddis_XP_642157                                                                 
MIRVVSLMDRRGPTKIETIPAQIRYEIKDILVDSSEIKYECDICNSELINEKKPEALQCKEGHFACKSCWEKCLVLRKEC
MICRTPIPSILMLSRSRYLENEYFNWLNNRLVVCPYSKLNTFGLNMGLPLINSVKK                        
>Ddis_XP_642153                                                                 
MFGILNHVNNATSPTRITQTAIPIKYEIKDILFDSDEEKYECIICSLELFIGSEPKALQCKEGHLACRSCWERYLSTNKK
CMTCKTPISSISELSRNRFLENEYSNWLKDRLVFCPNSNENVFRLNMLGLPAINNSNQTLHQDLCNHGVMKFSELENHYK
VCESRILQCDLCLIKFFSKDSDKHQNECSKVYSKCVYCNSNIQRSSLSDHHKTHCTKYLIECSHCKIMIKRDTKTKHIND
DCLILILFVKNFYVENFFLDQK                                                          
>Ddis_XP_640021                                                                 
MEIKDIEKTENQKEDLPMIEQEQPLNNNQSTVVFIDKRNLNLKTLVKKYNNDNNNINSSNNNAQLNQNILNNNQNEILND
NNTTNEMIVQLNEKDPNNPNNPNNLNPNPNPNNNNNNNNNNNNNNNNNNNNNNNNNENMLIDQNNQLNSNDNNNENILNN
QINSNDNDNDNNNNNNNNNNNNNNNNNNNNNTSNPIVRKRGRPLKIQTDQPIIPKEKKEKKEKKEKKEKIEKEKKKEKEQ
YPIKQQRIFKNEFDHIEEEGGHFQCPLCRNKFPKEQIEQHYQQEFKKFELSNNSSESSSLSSSTSTTPILSQISLALSSF
RTPRKASIDAITRSRFNESGRQFDKIESTISLIKQNRDKRCNQNGIASDSFSIQKSIENSNNNNSTGGNLISTTCFLCNI
EVSGSEYEINCHIDSCLENQKQQQENIQSFPTLKSNLPQEYLNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNSTTTTTTTTSTTTATTSSSTIIQPNQQRKRGRPSNKQNKKVDSSDSDEDFSESDFHDLPPGTEIYKYGGKTRI
RKCTLVPDGVLYDKPKMEKGEGDIDDDLDIEDDGFSKFGNVQYSEEDVLKKDKERKEKSEIEEKKNNKNNNNTNNNDNNY
NNNNNNNNNNVEKLENNNNNINNVNSLNNNIDINGNNNFLIQSLKQKIKDQEKLIKDIPSCLICMESYKTPLVSINCWHV
NCEDCWLASLKEKKLCPQCNIITCPQDLRRIYL                                               
>Ddis_XP_646094                                                                 
MMEEEEDNELDLSIPVKSLLEDISCPICLNFIEECSTLSCGHNFCHKCVSECINRNHKCPLCNKTALKENIYRNHQFEKI
IKIIRIEKEKSKTIYYDNLISGASNGKITTTTTTNNNNNNNNNNSNDKLLNINEDNSNSSPVEQLFKKYLKSSLISFESH
YQDLSKPYNDNVKKINSKMQENIDRVSANTNTASMSEILIDQIRKEYQIKQDKLKEDFKISTNYLLSSLEDYLKKAAVPP
SFINIYTSIMIPERDIIFDHCSFKPTSCLSDIRATLVEKLNNRGDKFQFISFNDDSHFVALKPTSMLIDGSDSNEIKLID
ELKPLYFYQIPQGSKIQLRGGIQLKGDIPKECFKKLFVPDQNMTMDYYRCEDCKVNWICKNCSEFCHKGHKIVSYILNHK



PAYGCCYDEKFKCCKLINK                                                             
>Ddis_XP_647367                                                                 
MEKEESTNKNNENIQSENEINKIDNKSNTENPTIKCIFKKPNKQRNIRKRSDDLILNTSNNADEEDEDGNEEKDKKKLKS
KINQYTTKQDKKNEFSYDSSGNAGSSINSAELSSTQYMNEEEEFKKEVVLSSSRNNNNNNNNNNNNNNDNISNSEGSGGS
DNNDDGIYRGMKSYSTFVEKKSDLTYKGGGVKAGPMKTSTTFKLSNRIDHQPDVCKDYKQTGQCTFGDACKFLHDRSDYK
SGWQIDKEYEEEQKQKRLNNINGIKNNNNDNKNNDDDKEQQQFPFACFICKKQYVDPVQTKCKHFFCEDCALTHNRKNKK
CALCGEPTLGTFITPPKKILDQLMEISKSHFKNQS                                             
>Ddis_XP_645416                                                                 
MDEMKYNENEPIVVNHFDNPFFDMNGNNNNNNNNNNNNNEDNINNYSNNKTTTTTTTTTASTTNVIISTNTSIDSNINNG
IDENNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNSNNNSNNSSNNSSNNSNEDYIINNHKKLVNDHLLKTQKQKLKS
PFDDTRLLQQMMMLQFLQEKDMKKVNSNKNGSDSDDDDDDGYDYGGDSEAYIEMIYNRRGKRNRNRNNNNNNNNNNINNI
KINIIKNNIKNNNNNNNNSNIINNNNNIINSNSSNNNNGDEDEDDEIERFLTPDEIYKYCFRKESNISNEDNSNSNSNSD
VRKRALENYSEIDNKIEDIKQTFSFFSDIVNSLLNAFDDGDIWRNDADNEEFLNNNYSIFLQQESIDIEKRYESLEKQLK
YYKLKNDRFDKERISKLQKDYGNIASGSGKSSVNPSTTITTTSNGSNNNNNNNNNNNADNNNNNNNNNNNNNNNNKSINS
KFKKVYKIFKNKFDGNVDNVNNNNNNGKSSNSKGKESMNQIEEDDEEDEDEDESKYQQDFIIKHVNNNKQIKNDHECNDI
IPINNNNNDNDGSNNQIDTTKTTTTTTTTTTTTTTTTTNTTLPTITCPICFLDDIDDYFEISQCGHTYCTECLTQYLKTN
ILERKTHIACPELKCTSWLQYGQIKYLVDEQTFTKYEEFTFSTFLMKSPNYKWCPNNNCGNAVYGEIDNPRTRCSNKSCN
FDFCFNCEVEWHQSTCEQYQIWKLENTMVDSAFNQWTKTTDLKPCPKCKSNIERIAGCAHVTCHCGYQFCWLCGGKYSNN
HFNALNPLGCPGMATKKISNSRRIAYKSMVGVGVIFGGIVIIGIGVPTVIVGLIPYGGYRLAKQLSKNKRKNKKL     
>Ddis_XP_638103                                                                 
MFMFNFDNGHDPNRPSFFEMLNQHQMMPSFKPALKYIFTVLSQRNPKFRYIVNYYDECFYSLLLLLEYHYLKYYEGSFSE
NFYNLKRIKPRNNNANGDGDTLFSLLKRLVVTPSNAGQGPETYTKSQILKKSFAMIRRNRAAASSSQQAKDDLNTMIQDS
DRKESLIYLVLIPYFKGKLDEYYKKESDPLAELGLVSSDNNNNNNDNINDQIQQLEEQIQQQQTIVNGNNNSNNNNKKLK
IKFLILIRFLKGSKTLKKLKTIFLKVYPFISAIYEALFFIYQLLYLYEYTNYYTPFFHFQNIQLKRLNHKDIESHRVVIS
NRRRDRINFVRDWPGSSFFVRLVSILDSILDYSKYILPLSVFIFKSLEWWYSENRISAPTLPIPTPPTPSKRAPGGLEIP
RDKRLCPLCLKERTNPTICGSGFVFCYPCIFGYVNEHSKCPITFLPTNTEQLRKIYETV                     
>Ddis_XP_636442                                                                 
MGIHHSKEGVANHHSEYINRHTPSRVLSENSIPINRINNNNINNNNNNIDNNNNNINNINNNNNNNNNNINGNNDLKKKN
YLQKKIKSISFSSFKSSPSTPKINKNKSHINNNNSGGNINGKDKINNDSDSDSDGEEYYDNNEYYDGNNLKTNEDYDDVE
DDYDDESEEIIDDTMDDMTFLPRFDNTPLSLINYKLSSINNTPYISSNTTTTTTTTTTTTSSTAAVSASLSSTMTPLSIQ
NKFTVINPSPSSTSSTPKVIQGPIASTIIASNGITGSGGLSNNSNWYQQKNNDDQDEDDYHLLNNKENDQRIKVVGMDEI
IYILESQVMKTSEILGTSLLCSSTLLLFFKWNMDLLLQRFVEKGEEYVFTESGVQLLSNFSSSSSSSSFSSNETTLDIQK
QRFIELLLPAIPNKSKNFQNKNLLVNKNQKSTKIYSLPTSSPSSSPTTSTGYNPSLPIPIPSSSSTTPTTTSSIVSTSNS
GALFSDFRTNRSQQNQNNQPRGQISRNLSRNHMNSITITPPQNNNNNINININNNINNNINNNSNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNSKNYSPNSTPQHDTQSSTNNDELIKNIKEPLSSQEERRRREDQTLMIFSII
MELGNQSYGDDENSYNYYIKNKNKNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNKNKNNDNENKNNANDIFENNDSSEST
PSISPTSTTTNTTTTTTTTTNTNTSSDTTTSGTNTTKIKTSDQDKDKKSNIEENNNEDDEDESLNEKYNKMNDISNSFES
STTREDLYYDQESDDEAVEQLNENNKQTHNHQHQHHFNQAQNFVNKRFGTKYDFSNPPPSPRPIRRLTFVTKLKKDNNDL
SNKPTKQSETLESRNITTLGSSNDQQTHSSNTNTNTNTNTNTNTNTNTNTNTNTNTNTNTNTNTNTNTTKNYSKDQNNTL
IEEKPNCTNNNNNNNNNNNNNNNNNNNNNNSSNGNNITNTNTNNSINNNNNNNNNNNNNNNNNNPMSLSSENSFLCTTED
IDKTNSTFTFNNEISSDESETGFPTPPPLTRSLTNNNHVLCSSNNKNNPNNVSNSNNIISNDQNEIVETQRENNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNSNSNSNSNSNSNSNSNSSNSNSNSNSNGNSNGNTNTYSNNNINNINQNVLQVENE
RNENYLEAEKDGANEPIKLDGAALPSQNDQIIENVNIQNNENNNVIDIINDNLEQSNENKLENTNSIYNENVNDNVTTTI
EEVINNNNNNINNSKNKNNNKSENLIENELIKNENDKEIEKVKEKENEEIEKEELIVCLVCFSDVTKQKAYSLQCNHSYC
IDCWYSYLAISVDSGKTCLYTKCIEPNCKYVLNLNDFKILLSEQLYQRYIQMYVKSFVEFNPKTRWCTNPQSCSMAIHYS
GVDLPNIINVTCSCNWRFCFHCGDEYHTPSTCVQVSDWRILKSKEEGQNAIWLSHNTKKCPKCKIHIEKNEGCAHLTCLN
CKHEFCWLCKGPWSEHGDRTGGYFSCNRYDPLKHDSYDLDKTFGPYVHHFQRFNYHHNAKKFAMCKLELFNQEEPRLKRI
PMNEDCKLHFQLAKQFLLDALNLILDCRHTLKYTYVYGYYLQDSCEKDLFDFLQEDLEKSTEHLVEIIFAEVEKYLTFIT
KQLLVLISNNINNNNNNNNNNNNNNNNNNNNNNNNNNNNNNKTSSNVQSDNNNNNNNNPSTVQTNEFKEYYIFDTVQFVH
ANKYYKVTKAFLQNLTSGIHYGLTTSYAPPLNPPNSTKKHSKGTLSLLKRKLTFPKIN                      
>Ddis_XP_635489                                                                 
MSINSKFTINNVLLNQESLQKKNKYSCPICFEYFYKKSVYQCRSGHYACRECWEKSLETKQECMICRSEVNSFKDLSRYE
ENGCREIINVDQLDIHIENCIFKFEKCSHDGCDIVLRLNSLEEHENKCDYKLVKCEYCACDDIIQMELENHHDIYPKFPI
DCPQGCSIMVERDQIKSFRV                                                            
>Ddis_XP_635412                                                                 
MSINSKFTINDVLLNIESLQKKNKYSCPICFEFIYKKSIFQCKSGHFACKECWEKSLKIKKECMICRSKVNSINDLSRCL
VIEQGFGKKECYCIYSFNNDHFIDYANLDENITLVKDKENGCKEIINIDQLDRHIQNCKFKFVECSHNGCDVVLRLNSLK
EHENQCGYKLVKCKYCACDDTIQKELENHNNECPKFPIGCPQSCSIMVERDQTQSHINNDCNNSTIQCKYYEYGCKVEMK
RSELQNHLNNVNHQYFMGILIDKLSSKLIQSHNIQDELVKKIEQSEKNQEILNKEYDQSKVICENRSKIICDKHVKKIEQ
LEKTQENLNKQFELSRIIGENRSKIICDKLVKTIEKSEKNQENLYKEYERSKIICDKLVKKIEQLEKTQENLNKQFELSR
IICDKLQKQNDQLLSLNALKYKNEWIISDYSKIVKKNPKGSLLNSPSFQVNQNNFLKSQSLCNILQNIFHLSFYQNGLSR
INKIAIFLMGKSIEGTNVEFICKLVNVLDETNSIKFKTQKLKDIDDLEWDWSWGRSYIIDSNLITQENGWLTKDDKLTIE



FKVKIFNNVNKPLES                                                                 
>Ddis_XP_646470                                                                 
MCRPEELFVDRISPHFICPIGGGVIEDPVVTPCGHTFCNPCLIKWLQSRRQCPTDRLPVTDKQLIQNWLVYYYTSELTVR
CDHYNKGCLWTGKWCVLGSHLTQCQAAFSKIRFWLKYHVPFGQQIRVTGNCDQLGNWDPKKSFPLKFLQGDTWEGEIILA
QSGRIEYKYCISYYDTGELVYWEAGPNRVILISGSSIYRRDIFKNP                                  
>Ddis_XP_635769                                                                 
MTTNSKSLNLLQSLTCGICQNLFKDPNTLIPCGHAFCLDCLTTNASIKNCIQCKVEYTTYIPNHPLKQMIDCLDQSSNNN
NSNNNSNGENTNNNNNIINNERSSFNGSNSNSIIGFIEGLSDSTSNGRRFSQQDGLRYSSGLLDGSNSGGSNNIRYCMEH
YEHYYAFCNDCQAPVCPSCLLTTHNRHGMIPLTKDSIATKMKEYRDIVQSFKTKMSQYKDNITLYQKEIELLDSTFLQCK
QSIQLMISNLHKVLKSRETYLLKEISSIHYASHMELTDRSSTLENEISEMEKLIGNGTDKFKDATEILNNQNLKFEFLEQ
FHHSRTQSKKNQNQDGLKPLFKTDLLFYKANNERVTEMINGTLGNISLLTFPLDDIGEVNIWDEPKENICIEKVRTNSNG
IEEFEVKYGSLNKLIERLCLPNCYDDNYVNIFLLTYHSFCSSKKLLKKLIERFTIPEDLEAHGLTLASIHEIHMKIRSVL
VKWINEYSPKFDQDTIHLFQNFNCRMQSEYTSIQEIENLLLNSNENSPSITSSQSLSSQSLYSQTNNNNNNNNNNSNNLQ
PTIQTNQTLSSNINNITISNLNNSNLTNNGTCKIQNSPPKNYQQSNYSSIFNGPSSSSSSSPSSPILSLNSLALINGNDN
LVFESPLNSPRNNNNNNNNNSPRSSSFGASSALKFNSNNNSLNINSNMGGPYFPSPSSPTTNNIPNINHFSSRILSSSKN
LEFNDIDEFEIAKQLTLIEFENFGRIKPIDLLTCVDLKHKTPHITNIMERFHNISTWVSTTIVRGENLKNRVKIVNKFIK
IAEHLKNLNNFNSLTAILVAIQRSTVTKKDLVKQSVKIITDLEKLMSSDDSYSTYRTRLAQCSPPCVPYISIYLQDIMDL
EKKNPSNIIVQTSSNKTQEFINFTRRSLISKVILDLASYQRFGYSTILPISNIQEYLNVHIDEL                
>Ddis_XP_629697                                                                 
MSYDYNCWVCFELFTEPVTLYCSHSFCKECIEKSYHIEQLCPFCRKEIQMPLPPIDKELNKKILKLKGFDVDENNNNTNN
NNNNNNNTSNNNNNRDVVMEESQPIKKITYGILNLPSTIYAQIFSEFPVKEILKFSLVCKEFNKAINHKFLWKIKLFQFI
EFFNTEKYEYDYKKCFKICYQNEKNENKGAAGTFKMVPFRGHSQPITSIQHIGNVMCTGSVDSTVKVWDLSSKKGTNTQT
FTGHSGSVTCIKQRQYSVISGSDDCSVRVWDFEKGVESNCLKTESPILSIDYNVNIGGDGQIIATNKDTIQIWDHRDKQS
GDGMVGISGEVFSSKFHSNGHLFVHTSDYLDSWDLRRFDRPILRLPSPQWYQPTKDFVYVFSNNRSILKYNILNGKLMGS
KSLSNHFSIAGGHQLFSATNDNVAYNIGDFNVHLLDSNLNPLLVLSNHTNQINSITIDNKKILTGSKDNTIKVWDKQSGN
RLYSLLGGSNIVNPSDPIPLTPGCSLVNYDRSRIIGVFNNLVRLYNFNLD                              
>Ppal_EFA86021_1                                                                
MEVSIRIDPQSGNNNDQDDISIIPTTNNNNNNNNNNNSNNSVNNNSGNNNGGNTINSIGSGINSLLTTAANNTSSLSQLI
SQRGHSLFGSNNQHLSFNSNGINLMNTINNNSNNSNNNSHSHSHSHNHNHNHNHSLNHSHSNIVNINIEDDHGIDINNQL
NNSSTTTTTTTTNNSNSNSNTNNNGNVNGFESNNQQQQQTQPQTVSNSTARLDLPSIMKWLEHSYPFIVILLVVFLYKHR
QGILMFLWQQIVFFQANQALKSQVALQEKRNIGVLCWLILILSSNIATTYLFFGNNELWRSLILLYPSISIDIYNAFWCA
ILNDFMARFITMIIKAVCIIVVGHRPPHKRRAQLYTVIEVTSHLYRSILPITIWFKYLHSLHDDGEHIFGSLMVGLYFTF
KLTNLIEKTKQWFQTAKAYVLREVLYGRKATMEQVAAVGDLCAICQEKMVSPIVLRCDHLFCEDCVSQWFEFEKTCPLCR
AAIATAGNRTHSDGTTSILFQLF                                                         
>Ppal_EFA85479_1                                                                
MTSNNSSNINESESNDSNCSICLSEIENETKVIICNHHFCLKCIQGWIKNKIECPLCKSVSENKYIDVEPPAKPHPSKVE
ADLACLDHSYFAEEINKLIVMSQAIAFKVENTPSINQTTKVYVNNNNQHDLTLLVSIDETLHRLHGDMEALTPFDPQSML
SEIYSIETTLKDLDRIYNNYNRQASIQKQQNNSRYTPSSSSSKLRSNNNSNDDDDDDYQDDYFEDNDRYYESVDDGKQQR
YAKSK                                                                           
>Ppal_EFA83816_1                                                                
MIEIVSDGNQTDIINNNGCNDQPVISRSVIPTPPPLPPVSKVNFTFKCNGKRNTKNESLASTTTTTTTTTTTLTSTPENR
KNSFDSFLSGLHLGCILKERDLLNNFPMDSDIFWSDDFLDNRDSNYQHIKQQTTITTTTSSISTSTIGIELSDTSATNTS
CCSSSSSVNSSPAVEDDTSYQAKGGECPICLDTYDVMVEFPVCNHTYCLSCTESHLREQVWRFKGKKLSCPDPKCNHSLL
SDEKFNSKFLDKVSHDKLELYKVINNKLFGDKNIIFCLSCFHPLSKPSGTDMTIICDNSECKLELCYECATESHHGMTCE
ENKKYIFDTLSEDEKKSLKYLEAEQYKACPKCGITTYKEDGCEYVYCLACGHQFCYFCLEPHDHNLSTHVHGPKYVAPKY
DNYYNYAYHQRRGFFQRHYKIKHAATCFALGVGAVIVGPPVIVVGAIPYATYRLATHIRKVMKQRKLTQKKCNFDNWVLE
EKKRREALGLEVSDYINENYNKLNVKST                                                    
>Ppal_EFA82231_1                                                                
MTLMFLFNFNNGDPNRPSFFEMFAQHQMMPSFKPALKYIFTVLSQRNSKFEIIVKYHDEFFYSMLLLLEYHYLKYYEGSF
SENFYNLKRSVKVSKKNEPILQRLWDPSTADLQTNQTPAPTPKKDESTVKQLRRQTLLNLISKGSKEKETKPMTAKDQRI
SILYLVILPYIKTKLDEFYKKESDPINSLGLLNEDNIYPTISALYEASFFIYQLLYLYEYTDFYTPFLHLQRIVLKRLTH
QDIENHSNAVTTRRNERLAIVRNWPLPYIVTPIVKILDSILDYTKFILPASVFLFKSLEWWYSENRASPPSLPVPPPPSQ
PKRAPNGLAIPDDKTQCPLCLKERTNPTICGSGFVFCYPCIFSYVQQHQKCPITFIPATTEHLRKIYETT          
>Ppal_EFA81366_1                                                                
MAKSNKMDNNNNNNNSNSVNNDNSSNDSSVSSNSNVNNNNNINNSNVNNSSNSRITTTNTLNRQPTIPPTLSTDYLNESS
EITKKLQEIDRQIKQSKRPTTNIVRVSQLDSTKLDEEILELLKAQFMRIFMFFKPTFVQNFQPEINLILKSVIYKLSIFN
LGTTYGNQLQNLTYRNEAAFDPSKGSDYLTKLTLKQKWLSGIILIGGEWAWARINRLAINESWGDRPDDDYRKRLWKLLN
QLESLYKILSLVNFLAFLFDGKYVTLVNRLLCMRLVYAHPSLSRRISFEYMNRQLVWHGFTIKGFLYRAIQKPSNMLSQQ
RNGGGAANGVSQQQVLSPQLLADQVLQKCPICMNDPINIPYISDCSHLFCYYCIKTSMMIDSSFSCPRCNSLISNIKRFQ
PFSNSNSNSPISTSSSSSSSSSSSSSSTSSSSPQHSP                                           
>Ppal_EFA81072_1                                                                
MNSNNTTSNSNSNSSSPNFSSISTNGNNSDYNHPIHPQQQQPHHYQQQQQLYHQSKQQQHLHSNRDLSHMMMMNNNGHNN



GGRGGDRETNQSSTTNNDQQSVDDIKLFVQPPSTSLLCPIHNGLFRDPFIAKCGHTFCRSCVLARTTNNSRIECPIDHTQ
LADNDFFPNLAISAQIADLMIYCRYGLTKYNGEWVPDENGCKEKIRVASKLDHEKICDHAIVACPHNNTCPPMKRYKIKQ
HLFIIQLTSRFDQLALKLEAKTNKYEANLRHLLASLEATQNQLSDTITDLNMLKKNTNMEGLEIVDLKIPQLKCKGTFTG
HNGPIWCMTVTNGMLISGSSDTTVKLWDLATLKCKQMLSGHTGIVHSVAVIGNRLFSGSSDQTIRVWDLETYECVAVLTD
HDNTVCALVVAAGYLFSGSYQHIKVWDLESLKCVETLKGHNHWVRALTVSGGYLYSGAYGVVKIWNLGNFECIHTIQGGC
GSIYSMAVASRKLLAGTYENTIVVWDLDTYEIISKLGGHIGAVYTLAVSGQRFFSGSYDSTIKVWDIGSLICVQTLNRHT
SSVDSLVVHSGCVFSGSADNSIKVWR                                                      
>Ppal_EFA80907_1                                                                
MTSKGYTLETIHDIIKCTICLNSPKNPRFCPTCSALFCLECIDKWITTNPTCPACRNRLDHDNLSSNLIVSNILNELSKS
QEYVQPDLCNIHHYDMIYYCNRCLESICSDCALFQHKDHNIEKISIIYNKCLEIIKVEEEALKKRQEELIELSAFLESDS
NQLDQNKKEVEDEMLKVLDDIKTRLDEEVDQRFSVILNSQQKLNNELTHLDYLYDRLVQHYKRSPSEFIKSSPQLTRNLQ
EIHKNSILEIYKPVNTDLQSELSPQYETRLLKLKDFLNSSQPFINRINYFGTTWELKCGIDEDNIYLNLKLLETPLSAKY
FYRFTIINQKSSINKEYESSFPLDAGNSLFIPNFSTKDQLIEDGLILLETDILLLEFSFKPKNYYFLTNDLKYYITMLET
QNSILRSTNNQLKVSNESLIHSGNSIISINSNGNNNSSSSSSNNSIGSNNSNGKNNKLITSYDYDKSPRMVSEEEYFGDD
ELDDVVDNEQHHQQQQQQKNNNNNSNNSSRKSPNSTLHYLNLKYNREKDEDEEEEEDDESDSDESDNDDYDEDVNQDNDE
DEEDDSDEDEDEDEEDEDDSISLALTSSNLIDQDSISGTESEDIFHLNRHRRRRPYHLGQSYTYKYSGNKTKHINDIDIN
IMNSNSNDIDIDDNQIPHVHINHVNNNNNNNNNSNNNNNSSSSNNNSNNNSNNGSNSDNNNTISESNSLNTSSQWDLQSQ
FNSLHISSGKSRNANNNINNNNGNSNYFTDIDDSFRIDQSHENTENEMGYDEMEPIPDIQPTTTNSTSSQHQVSRIQPLA
LSSTHELDRDDLEDVDDDGEDDDEDVDDDDDVDSSNLEEEQEEIDIIDPYELNTDDDDDDDDEEEIIYSEDQDQYLSAEE
GDDDDHINIHRHHQIHNYTVDDYDDDPFDSDVEYQPTEEEEIYIDQDHGISTILNVTTTNNNNSNIINNDNNNSTNNINS
NNNRNKSPSPPTTTTTTITTLSIPLPFNNTIQTHSNSNSTNQQ                                     
>Ppal_EFA80232_1                                                                
MNSNFSQLASQLTSQLSQIQGQQQQQQQQQQQQQQQQQQQQQQQQQQQQLLQQQTQQPSYIVPSFNNSNSIFNSGSGDQL
NINNLNNNNNNNNHLNMNYFQSQAQTLSSIQQQQHIPQYYNNLSNSSSSSSSNINNHAEFTVPALLINANSFASSSSHSS
SLFGNNNQNDQNLKRAKKSVKTGLYSKSSRNVGASSNNNSSLLASSSFLFDSQSTTVSNTTPTTTSTTTTITPTINTNNN
NNNNNNQSNYLFNNNNNNNSNNISKSIHTSPLISSMSPPATPTTIHTSSSLFINDNIPSSPISSPCINSFTPYENNNNNN
SNNSNNNNSNINNKNSNNNQNSLHSIYNELVSISNNSNISSTLAPGESRKIIANPNLIITPPTIINNGSTPNILTPTSTT
PPQQPSLPPPPPPSISPLLNAFNQHITRESGHCSHLWLSQYKQLINHYHQQHLTSSSPSSPILLPATSKDNYLGLFNIDI
VCSDLTVLSKLFIGCFTTVRIVKNNHCHSKYLNNNNNSSSNNNIESSGNNNNNITSVRVFTVLNGSVDEVCLGVIPQSMA
WWMSILMENKYIQMESSIVLINIKTLKVELEVKFYDGIKKESVNRDHILAKAWLQMGLELHLTSIDQAPNLMSTSSPPTL
TVCQPSITTSPSLNNSFSSIFLAAPTTSTSLGNSFGSISTFNFSPSNSFSSIITPLSLYSPGNSFSSIPVHTAGATNFSS
STGDLPNYLNNSSSSLNISLDFLSSSRNLNPNSLRSSSSDVLGKSMESIFKQKIEDFYTNTCVDEMDSPKGLKLSLRNYQ
RQALHWMYQREHSSPNEHLSLNELDATGLSSEQLEFIKGGLLCDDMGMGKTIEILSIILANKYNNDNNDNNNNNNSNSNN
SSPPLLMNDNNNNNGNNNNSSQQSKTTLIICPVSVLQQWYNELVNHTEPSLNVYIYHGPGRNRDINFLSSFDVVLSTYTT
LSAEYPDEKDGGNGADSDQHSGDSLSKSSNLFVNSSFQPLVSPSTQSLSSSTSSLSSNSVLAKKRKRGSKKNDSNGGLLA
VHWFRVVLDEAHTIKERLTRTTKAACALDSQIRWCVTGTPIQNKLDDLFSLLHFLRVEPYSNFYWWNQYIIKPSKNRDEK
GFSRLRILLSKILLRRVKDQKMNNTPILDLPDKSIVIRRDPFNEDELEIYQELWNASKKKFINFFQSGTLLKNYAHILEL
LLRLRQICDHPYLVRNILKDKLFSFEEQDVSEELNKLLESIKSNDPQITPNVLGQRLKKILGKEIEDQECILCMETLDNP
YLTTCGHLFCKDCIMKYISQDDNNNNNNNNSNNINVIANGISNNGNDSKNNVDDIDGSQQSKLSPSFQLPLATNKQLTPT
SPNFGLNLSLNGVPTYTSPRQQNPLNVSSNCVAISPVNSPQLPSSPYIASPISTSSNSVPIPSCSITSNPNSPNEIIFKC
PTCKSELLKSQLKSVCFSKSPTITSTTATTQASQQQNSKLTVDNWKSSTKIDALMQELDKVMENEPDSKSLIFSQWTSML
DLIEIPLQKKGIAFVRLDGKVPQKQREISIRRFKEEPNIKVFLISMKAGGLGLNLVVASHVFLLDPWWNPATEEQAIDRV
YRIGQNKNVFVTRFVIKDSIEERILKLQQNKKNLAQDTLQMKKQIRIEELKMLFGDD                       
>Ppal_EFA79727_1                                                                
MDIPVVSTATTSVSSGVTSNGHHSLSLSSSSVTTSSTPSSSSTNNNTAGSSGSMSNSSNSNSNSNISSNNNTTATTATIS
SSNGGNSNGNGNGSGSSGVGTDSEQQDEQLKNNSNSNSNNNNNNGSGSSSKAKKITISSYASSNQHSTTTPMNAQKQLED
TLSCPICLDIIKEPFITKCGHSFCYQCILVQLSKQSSCPLCMHFLSRDQIFPNFALNKFVETMSQTSHLVSTPPVKQLQH
TLLSTESISINDINSMVAALLEKKKLIELQDQQVELDILLDFLVKTKSQKMEAYRLLKKQISLLDHDIDSIECQQKDSST
ISSSISSSSNNINNNNNNNNSSNSNNNNNNNSNSSFNNNNNNSNSNNNNNNENESILNNVNISDVSKEHLKEGSVSSSIN
NGSNDSLSSSTTSTTTTTTTTTSSSSSDKSGSSSSSSSSKKDKPNTMLNKKRKIDTHLDDLQSCYFSAYDQEPEPPLESN
TESNQPKKLGKGLLSFSRNLSKFTRYNDFRVITTLKYGDLNNTSSIVSSIEFDKDDEFFATAGVTKKIKVFEYAQLNIRD
HVDIHVPIKEMTCRSKISCLSWNTYIKSQIASSDYEGIITLWDVNTGQDVMSMEEHEKRVWSVDFSRTDPTQLASGSDDT
RVKLWSTTSKRAITTIESKANICCVKFNPSSSHLIAFGSADHHIHYYDLRHPKEPLSIFKGHRKAVSYVKFMNREEIISA
STDSTLKLWNVNQNECVRTYVGHANEKNFVGLTVSGDYICCGSENNGVYTYYKTLSKPIVTHRFGANSGSGEETDDDGSQ
FVSSVCWKKDSNILLAANSQGNIKVLELY                                                   
>Ppal_EFA78502_1                                                                
MSDDVENNHEQNSVPNDQSLNTTDDISTVRRRNLNRVNESSDKNEQPQPMIEEIDETTSTTTTTSTTTTNNNNNNKNTNP
ETKEQENTEEEKESNNQFECNICFDDVSEPVVTQCGHLFCWSCIFQWLQYNASQQCPVCKAPVTEEKLIPIYGRGSNATD
PRKNRSIPQRPPGRPEQVRPNQNNSNRTYPDVFGANQWNTQFGNVSISAGFGLFPGLFGLHFYQQNNNNNNSINNNGRPQ
NSADFESLLLSRIFFAIGIIILFFILVN                                                    
>Ppal_EFA77738_1                                                                
MDDNNESVNSINGSMEYEERHRDERGQLSDNDISNSFIEPNNNNNIIPPVISDESINSNNNANINNDNNDNNNINLTTIT



TTTTNENNDNTIQLKQEMTEVQQMTEVQQPIPEQQVRQEPMEQEQQQPVEIHTISSQTDIIDLEDEINDNMDDSDDSADN
EYDIDHEEEDDDDDDDDDDDDDDHNELRDNNVRLLAVGDRYIRLSATTTFPNQTFSLIRNGQINPNLNATGTAAPIPTAA
NNNNNSNSSSSIQIDITDDDDSISILPTPTNPTTTNNANTSSTNNTNTNTNTTNSDVVDLTDDSVVVVPPPPIQTYHMNP
FMRQHHQHQHQPQNGQDRNIIIVFNQNGNNGGGHIVDDVIYNGHNNRMFHNRPFAPIQQPQLRSNNQASFLNSNEYKAIL
NETDSEDDDSDDDYVKTTTTTTTDNNNSSTPNTTNNNNNNNNTANNDNQDKPETRKPKSKRQRVTCPICYEKIEQPVSTT
CGHVYCSPCINAALKRKKQCPVCSTKLGSKPYHQLFI                                           
>Ppal_EFA76648_1                                                                
MMFSESTFQEFIANSNSSLQQHLNQEQTIEQQHLLSTQENEELASSSIGSLLENEEEGITETPFLEEHMPILNTPISDSA
TTAPAIAIPVAIATLATPTTTTTTTTTASIDSIDSTTPIATPSSSLDVEPLVPVKRGRGRPPKVKLDNNGFPLASPPKAA
NTASPKLTKKQLKLLEQQKQQEQQQQQDDDGDYLSKSICPICKIKIDQDKYQEHYEMELKKLASEESLPSFEDESGSYQT
LSANRPRRSSTINALIKTHMQATGTVSEFDDINQSIGNIRAKREKRSATLLNSSRNSIDSSVSSGTTTTTTTNNNSTSNI
SSNSSNNSNNSIQKCFVCGEQVSGDMSDFNLHLDRCLESGNGNANANANANANATTTTPKRGRGRPPKSTTQQNKRKANE
EEEDYSDLPPGVEVYEFAGETRIRACSLIPNGYHDIVPRHKDATNEDIDLDIEEDDTVQYGQVQYTVDSLSAIEKPSLNH
LITTAPSSSSTTTTSTTTTTTTTKNVNNNVNNNSNNGGNSIIIESLKERIREQDKLLQNVPNCLVCLSNYQVPLVSIKCW
HVHCEQCWLNALKVKKWCPQCNIITTPNELRKIYL                                             
>Ppal_EFA76610_1                                                                
MGNKNSNQIVQKRAGTLEQFKEDVYNANQILKTYKDSSGKIIKLTLDITNFDLVKETTLWKLFVRVYVSLVNPIEERDKN
SCGSNSGCNANSNDHIIHTGDEGNAMGNVDLNDRNNNNNNNNNQSNSNNNSLRNSIDKSNVQNILKYGQFYQFMMAVQEI
IESGETSMKNNNKSKLKKQVSKSSVTPGGDYDEDDEFSIPINDIYKRASWQIEDSRECPICFEDDQLSVVPCGHAFCSDC
INQWRSRNNTCPMCRTLGDDQDEMDFVLVEEAQPEEISTYFQTILKDTR                               
>Ppal_EFA76517_1                                                                
MTPSSTSTLKRNNTLPSLSASLSTSPTSPFSNVNKSDSDETTSTNINLNDILNNTTTTTTRSSTKIFDNNNNSSTTTTRN
NSGQLYCPICQCIPVNGHVSLCGHVCCWDCWNQWLSLKLECPICREKTRLKQIKPVS                       
>Ppal_EFA76283_1                                                                
MKPTTTTAVSLSVDDSNSIDLDDNGNNSVDLSTTNNNNNNNSINNNDDSNSKVKVEQMKTTPRKSLSSRRKVICLDHQEP
IKIENDDILQPSPNLDTPIAITTKTTAAANDISPKTTTPLKKEKLNNGNNNKKNKDTNVYSVDQDDCINVEKQQQPQTNE
IHSIPDSPMLIGEDDVIEDLDNNNNCNTHHISNGSGNGNKKVKEEIIDDDEVHVSNSKNSNNNNNNNNNHSGEMHNNNNN
NNNKNNNNSNDVEEIEDKYDDREPKSVYCICKKGESDFMIACDHCDEWFHGECVGISENEAESIESYVCDKCKSEGKTIK
QAVNSLKHLEISSVNKRVFDDDEDEESATSTTTTTTTTTASTNNVKKEKVKKEKVEKDDRVKVKKEKKEKKIKREMDYEQ
QQQTQEEEELEGIVSSTGVELDFNEVEEVDTRSEIMKRIAAKQAAFRSSYSNLKIEPNSDNNNNDSNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNISTGKIKQEINTSGLSNEEWEESLKKVVPDMPTWKVKSLRSKSNGDLAAAIKMGK
EYIEQVRSTPTKPKREPGSSQNINSSPTRNEEAVEVKPEETANDKEEKTWFNDPQLYRKHEQVHDGVIESKHWHKRLVVF
SNQPVTLAHNNVLNDTPVYFTKSGLYDDHPPHSILMFTRKDNVFLGYLNMGNGIDERTELRPIVLPLLRNGYIRMIGTLK
LIGYQSNTVAALAEVEAYLSYRSQINPTKDRTIPTTDEDFLFTARIHVLYDFFHVCGFKESNLTENPLALKEPETLNDLD
FVRDNLLTADPHRFIDATLKPHQREGLWWMTHRERNPEVTFNATLNTYWKRFMFLDNTPFYYNTYSDKISLFAPVTENSI
SGGLLCDDMGLGKTLTSICLIMANHPKYSSHPQHQEIGRAVKRQYGLRILPKTTLVICPPNIISNWENELNKFVKKESRL
KVYVYNGPHRKKHILDFENYDIVITSHVIFGLDYKAFEKGNAKTAPLNQSHWWRVIIDEAQVCKTKTLIFKATQTLRAIN
RWCLSGTPVQNYVEEMFPHLNFLGVHPVATDIKAWRKYIERPKDVPLLRSTLKPILLRRTKENVGIDLPPKTVEIVRLNF
SPEEEEYYEIVFQEASDLFTRLLRQGIVLKNYGCVLAQLLRLRQCCDHRSLLFQKKENLDENYEMCMICEDIPAYPIRNK
TCEHVFCYDCVTNLVEQERELGNDHPKCPNCDFNGDIQLNSQELMEVQGMKAEDARHTGTNRVARNKKSAGNVKSEQPDV
MVPSTKLTLLMEQINETLSKEKGAKIVIFSQWTTMLDRIEEIFVENRWSESGKYERFDGKMSAKQKKAALENFQMEGGPV
VMLISLKAGGVGINLTRANKVFLVDPWWNVAAENQAIDRLHRIGQTKPVTVKKLIITRSIEERILELQETKEVMTQAILD
DNYDPSKEIRKYNLSVEDLKKLFKGFD                                                     
>Ppal_EFA76139_1                                                                
MDSIEDDDDFHYPFKTTTTTTTSTTTTSTTTTNQLGNDIDMIPINNNIENNDINGSSSSSKKLINEEHCPICLSEIEDIT
FLDICFHHFCYICILQWSEISGNCPLCKSNFQSLIHDVKSNKEYKRHLINNKNSNNNANNSNNRRLNHQQQQQQQQQRIF
IPNNNSNTSSHEFRRSVYARQIKAIPMVPPFKLYLSPQMISANYSRWKSRLSPWIKRELQAILQTEQVDILEEMILSLLK
KHTIDSAIIIDTLKRFLFDKTDLFLHELLCFACSHYNIQAYDQNVTYHRLNNNNNNNNNSETQKRKRDIEDNNNNVDDII
DVDAKPLTDYMKNSKSIFSGHIPPILNQIILEKEREEDETIRNQRLKRLLRSGVSKEPNWCELSKDNQLLTATISTLNSN
IQDFESLLNPTTNTLQSSTLSTSTSTAATSVASTTTSFPTSSTESRSFFHTFENQKYHKNNNNNDKL             
>Ppal_EFA75552_1                                                                
MNQQQQTSIQSQPHYNAQRSPNIVNRSSTSRTTNRNNNNVNNNSNSNNNNNNSTGTSNNVNNNQSITTTTPYHNRATSGL
FPQYADQPDIVRASQKDDFYKRLFEEQVFEILTRVAGIITITTLQININQNSYLIQLNNKGPRVMMNKQNESKLLSSLTY
YILTTLIGSQTLGEEYCNLRQIKDNTFSLPTIAVSPYIIKKYIPKFFLRFPNLYYLKELFPKLERLHLALFYFNGAYYEF
SKRLSNIRYIFNRKVDQRRPKYHILGLLIIIQLLVSSFIYLRDNSFFLSGASHQSDINIETVNSTNSNSDEDEAANGGKC
TLCLEVRKNSTSTICGHLFCWYCLSEWCNSKAECPLCRRPISLQSLMPIYNY                            
>Ppal_EFA75464_1                                                                
MYDFQCWVCFELYIEPITLVCGHSFCKQCILKASQSDLNCPFCRQEYSLPLPAINIPLHHKILKLKGIEVPEESPDTNNN
QNNNNNQNNNNQNNNNNNNNVNNDQNNNTEHQYNVPIIKSKQIPVDQIIFSLPMIVYIQIFQNFEAKEICNLSLVCKDFL
RISNDSWLWKHKLYQMIPFCSPEEYSNNYKLCYKSYGVAYKAMGKGVPGSFKMTPFRGHTGKINCFTHINNTMATGSQDS
TCKVWNMKDGKEWYSLVGHSGAITSLQMSPTHVATGSADSTVKLWDLDSGSTTSTLSHQNSTERVASLCFNSNNYDQVVT
AIGSRVSLWDIHLGKTLESINVTGQPYKVSFDNQGRLITNTSDHFSVWDMRKLAKPLYQVTPATLYHATNDYYVTVDQAR



RLTRYSTATGAVLESNVLPAYGNVTCLVATSSEVILGIGNNVYSYFNGQIKTTYANHTAEVQCVYVDDKKVFSGSKDNTI
KVWDKQNGTRLYSLLGGSNVVREGEEPPTGCMDLRTDQSRVIGSFNNLIRIYNFKIK                       
>Ppal_EFA74775_1                                                                
MDQTSDDKKRRESSSLEESSGGGRPNKRAALSESSSNNNAVANSSGGNTPLAVSTNMSASSSGLIGGDIKDQNVLIFQNR
AMKIRVEEQKQEINDKEYKIKSLTTKVQSFEEIISCLCRVWDQLNSGLNVLSGRLDLEPTLDNLLPNGIGLSCTSGELPD
SDENNNNNNNNNNNNSNSNNNNNNNDNSNENNNNNNDCNHFVESYNFLTSYITEPQTLDENYIMEQLLQNRIKKTQVAFS
KIADSVEREHFTSTSLFRLLKSSRERKRLIKMQDDIPKIPSIRLSSPSLSSSTTTTTTTNGPPTPKLGGVTGENGGLNSG
GGGGAAAGMITNTEEYQELQRQSESRLNEARKLREEKANLMKELQQIQIDIRNIPEDRIINSMPYQILRQRLQVVSDELD
IKTNLFAKLQHELQQLTIARRVDRESYEAFELQRRQNLERRVQQLESDATELKSEKEKLINIIDQKLPGIPSQEYLSESR
MMLETKDTDIQKLKKEIEQLKQTVETYRDGKEAIAQIENKAQKEIESKNQEIKGFTEKLQEITKANEELKHSEKKLIEKE
KELEILKSSSSEKADVVELQISEKKLKEQVEELKKSLVTVDQLKQQHQEQVDQLQEKHRLAIKELEQTIRLTKEATVSME
EKVARSDEKLKNQAEIMAKIEDKCQVLQKQLSKVTEELHTCNFELEKHKRFVRETSAHSTELKTQWDHLGAMNAELKKKA
DDSIFALEREIDKAKRLDEEKQILKKKLEKAAQNTTSSTSTAEEELRLVNQKLRCTICNDRQKNHVIAKCFHVFCKECIY
SNIDTRKRRCPSCKRPFSESDVHQIYLT                                                    
>Ehis_3_m00572                                                                  
MDNAIKNLCLFHFREEINQAFLNGEKENVLEQIILKYIDEYRKSENKSNIQEEPEECSICYGEMDNCYTIPGCGHKFCFE
CVQDTVKQALQDNQVEVHCPEAGCTSKIPTSELYAKFFTPEMCNRFTENSRRVFLSAQKNCKFCPKCEAGLLMTDNKVKA
QCPICKSYFCTNCLCEYHDGYTCEQYQKWKAENDNADEMFREFIKTHGECPECHMVCERISGCNYIKCICGCGYCYKCHK
KVKHFSPHILQANCSLSGEGHD                                                          
>Ehis_9_m00424                                                                  
MSQTEEHLNKQKTEKECDSDIVCTNKLSCIDTHENNHINSLNTNENQDTKFEHEIEMGNVDEHEVNLREEGLTQLNEVPH
TGNEQQPNNQNNNNNDGDNDYINNDYDSGFGSYIVVILFFFFSHIFYTLFIIVDFIQHYHLTELVTQYVNTGENKIRILV
YCIPSMLLFIIKVWQIGITDMIDITVIPNSFSDLFIYLYLCDCIYRYINYYLKVLTIFLVKNILLLCKLLSMIESLTLSI
RVILPTFIIYNYLISYTSITNQWISYIVIYPITWLYVFERCLGFVNFLSCFFKVLKTFFTQNNMFGTSVTVDSLEDKMCL
ICQDTVNRPIKLKCGHVYCEECIFKWLIQQPRCPMCRELVIQPQTFVGFNGNTRFVPALYFF                  
>Ehis_19_m00299                                                                 
MGAEPSKPVISNDVNRMCSTITVFFSKFPSKLLGIRYVVYALADNDIAISYTSMLKEHWKAGIDESGNTYYYDETVPTIK
YSSAPPTPDFLMLEQKRLKTSWTVTYNSSQGRIEYSKDNEVRYTPPPKNNHVFKTLRINRTRLVHIYFALQPILNQTIES
NETDEICPICYDTNVNVSLPCGHSFCDNCIINWVQHHHYCPSCKHLLEAG                              
>Ehis_58_m00168                                                                 
MTCPLCLTPLTNPITLPCGQIICSDCVDSLLLGGSELECPLCMNTHNIDDIFTTDKQEIDNTSTVSPPLISLTLHNLPQD
NQQPVVTKQVQQEQSYNLQPPQVLPIIEPLKQNTEPKQNIPENKTQNSPSHETKLPENELLIPVPVQIPVQPVDYSEEVP
PPIYQPPYIPTPQQPSFIMSQPTISVYPTLEGCQVVQPTPTYENKPIPHKKLPPLPPPKPNTNSTNPFDEISLNSNSVAS
SSNTYYLTEDEVPPQFAAAYGAPIKQKPQLPNKASKLNATHFDTPTKKVQPQIKQNSPSIQSPSEFQPKSFNTPIKRRSE
YVPATFEVPPTSVSHYTYNQEKAVASGNVVCSSANFDNDNLPLHFMRQEQDSEKLYKLFNKWISSGLFSSKKLLEVIESQ
PIIFDDIHMIPFLWIQLTFGCDGCVGYYERPLSNVICLWQSSSPYRSLLLNEVIIPPGRIYKFDPKDPNARTLKQIENPS
VVDKLSGWFKGNDSFITKDIPKRLFEDSKEPVGIYQNYVQGQISALTREYKQTALKSSTNDSSYSCNVKIIQERSKVQRI
YIPFCFTSYRYEGELNYVLINAVSGEVYGNKKKSVFGIQWNSK                                     
>Ehis_113_m00154                                                                
MSELQCLICYNEPKQPIITQCGHTFCWKCIKDKVPGYCPFCGNPITLDSLVSIFNEDGTNAPINNKVNNSNEDQDNINQR
PAQHYETSEETLFTTFLNLFNLDSNPSMTVEQERQLFTIPRWFVLGIICVVSIFILLLWMN                   
>Ehis_126_m00113                                                                
MNEIQCNFCNKILNDPVTFSCGHSFCLVCVRQIFRKDNICPTCQKPFGRPFKVNEKMKIRIERFIEQQSISSKTNESDEC
IINVQPNSSLLSLPDYTILEIMKVDIKCGCLLAQTCKKLNELFNRDSLWMDKVLSINPHFKHQIGASWKIECFWLSSRRN
CYIKGGINNYNVQTIFYSANQIHQVQVIDPSDNLTVYDNQYLYEINLNNEINKIKLSGFKSISKIQRRANKLLILDNDTF
YKYDLLTQSILCSYIPHNKIITTLMNERDFLITQHSILQMDDDGTFTEAVFPNMDIVDAMFYNKNIVLIGKEMEKNCVHV
INTSGKCIKVIEFDDPITLVDGWRMVDNNNQLIYINKSVVYCGNKMWVPGEDNIKDNENYSTIKIKKIGYDIVICIHSNF
IQINDQTFEIDIETNDWYVDELNERIILVDFNQRKAVVVSFNDGVLFSIILGSDSEIVRGIIVNLFEYKLYVILDKSVRL
LQFGN                                                                           
>Ehis_182_m00141                                                                
MEDTRTMLYEIYKQEYIESIQRLIKRKEKEEEETKELMKKEQKEREEEIEKKEYTCDICYSDIQIKDMYIFDCGHKFCLD
CCYEHIHEKIFSGIVKVRCPKSMCCHDITFEEIYQIIRRHQPIDQELIERYERFSVQEYLKKENNCRYCPRCGTGVIGDP
NTPEIECQNEECKKKKIKFCFNCKEIWHEGLTCSQYQEWKRMNCEADKRFLSWAQKNTRKCPKCNATIEKNRGCNHMTCA
NCGYQFCWLCMQEYTSSHFKNGKCKQYS                                                    
>Ehis_198_m00120                                                                
MEQISETIDLTDDHIDIIDVDILREPVQRRRFELNIDPLYIKESYKRKGYSSDEESEEQIKIEHGKIEELKPTKELEGIR
CPICFDLTRNVMTTKCGHLYCSDCLNIIFDTPGIHYCPICKQKIIKNSCHRIFLL                         
>Ehis_200_m00083                                                                
MENKNNNHEVIDLTSDNLEEKSLVSQREIKNQLKKPKTFALSLNKKEQHPPKETRKFYPKVPSVSKQNKSEIFTYQNEVT
KKCEGIECPICLQLTRNVMTTQCGHLFCKSCLTIVLTSSDKTPFCPICHSQISLVTSHRIYL                  
>Ehis_337_m00050                                                                
MRDTLNIICMITISAFMMTISDEPISAHFQPSYQMLVFLIGILLIICKMFLSILPATASSDWAAVFYKMRPVWDIVFLSF



NVEHHPTECLLVLVVIFAIKLFDGIIYVKTRSALKNELGKREITRLIGSIIVILWIIINMLCLNEFIIPAMLWYECVCSC
CSILLSIILLLQQCLFGTGEYDLLLIITLRDLLYLIIKSFTMLKASIYLTIHINIFLVRSVTSFCLCLKDTFTLLRQFPT
MITLIRIKEVHLNQPELCVICQSVTETGVILQCHHVFHKNCILNWNVQSKFCPVCHQTMSLTSQTNDNDISLEWNVREL 
>Ehis_354_m00057                                                                
MQTNYPSIDFKLLLKSDIVTRKKLIKEYIDQRRMLLFYKRDDVVNCPICYNDVDQSFFYTNPRCGHSFCLSCVSEYANEK
IKQANGPILCPEKDCNEEISYNDLINYGIISDPELLEQYNSTLTRIRIDNDPDTLYCIKCGTPMIGEPGITMVRCVKCDY
CFCCKCNEQWHADCTCEQYQRWKRENGMGDDAFQVYVKKNTKLCPQCHSPIEKNGGCNHITCRCGFQFCWLCMQPYTKDH
WRVNRSGCTQYS                                                                    
>Acas_g42                                                                       
MDEADSSSSSSSTNNYNNTTHAAAAVAPRASIASTAEEVRAQVPGEADETTAAASSSGGWWWGEAVEEALTCPICVDALR
DAVETPCCHATYCRACIEAWLERRRGHGCPGCRAAMEASGLRRCLPIQRLVDLLPAECPNVPCRAPYLTRGCMKEHMAKC
EFAPVVCPYDSRCPTYLRGEWNEKHQATGVLLVQSVDAFKCVWMDQGTGSKMDGSVFRPLTPEGTRTRWAPVGYFFRPRH
SEALREKVEVFALAEKVPNGTYLRPPTDFELIWNDKKTGAKRHCSIWRPIPPPGFVALGDAGSGGAYDVTVWALDGAAGK
SADGRSFYLGVDCAAPGYTRPSHPVYCLDTQAIAAQPIATSPGPALSPRTPPTPPPRRPRAIAPSPWAAAAAINRR    
>Acas_g731                                                                      
MLSSPGREGGMAMALEFCTEGYAQGHGPPPVVEITKPVFKIGRAAKRVDLSFDSPTRPLMMSRLHATISAEGNGQWKVTD
CKSLNGIFVNGIKVEEAYLRDGDEIVFGEGGTCSLGAALMVANPEFKCVCRLPQSTSQGALESRLAVAEAQLAEHRRQMA
EAELLRQELDHKERLLDEEKHIVEEARHLKASLEARETELEREKDQLQRALAQRESELEAQLKADQERRAGDEERRRAAL
EATKLMLADERQRLEREHSARELDLAREREALERQRAELESQIAQKRREIESEAIQRSELEEEFLCVICHGLMIAAMTLE
CAHSFCSTCLDGWMAQKQPVTRTPVRALNLDNIIGKIVQKMPPADKAEWEERAQKLRKVEEEIKQLQNLIESAKTRGLRF
LVIWDSWTDDEKKIFADGVVRYVGKPRVLYCSTVGLTSQFVESCSRPHLIVAARNLDLLNSPDIDRLRANLLDFIHQNDE
>Acas_g1242                                                                     
MTSVTRQDRYRGSVLGMAAGDALGTTLEFKRPGDPSVPPLTDIVGGGPFNLLAGQWTDDTSMGLCLAESLLERRTFDPLD
QLARYQRWYKEGHLSSNGQCFDIGIATRMALNKFEQSGGTDPYPASSGETSRAGNGSLMRLTPVVLAYAGEPLQAIEKAA
ESSRTTHGSPMCIDACRYYAALIVGALNGLGKEELLSSNVYSPAIGYFEEHPLVPEIDSIARGEYKTKQPPDIVGLGFVV
KSLEAALWAFHSTSTFEEGALKVANLGDDADTTAAIYGQLAGAYYGVDGIPEHWRSKLALLPLLTVFADELYSLSTALAS
SAADTAAASERYVLLQKVYGYLENGWLAIQRKLLPGPRMYSSVQAFADDMSALRSGYDEHASSITATDELQAWFVETKEA
LWSDFARRATGEEEKIRNRVTRGAAMLPPPPPPAGVPGGPPPPAPTAVVGGAAGSGEGDGRSALLGAISGFTRAALKKAD
TNDKSGLIRSTQSDVGTGAEAGIEGLTLYEAHREPMVLHDEDSDQTTTIQVRTLNVELTCPICLGIMRNTMTLMECLHRF
CAECISKSAGPTPSSTPSSPPVYPNLDEYEAQEEEFIADLNKKMSCQSHLTESVQKGILRQRSATTFIAKPAIFHHLYFT
ITPSQRHHGSIEPSDQKTTRPGTEQAESLLNTEDLVSFLLLPRPDMRRTAADGFALERPYVSTSPKVTVKHIEAFLASKF
PLLLTPGSQAHFVISVATSPSSTTEDAEYVDLEAGDKTIDDLVSEFGTPGSTLTLYYRLAGSSPSPPE            
>Acas_g1499                                                                     
MALEGADSTMVKLEGVDFMCPVCTELIYKPVTTPCGHTFCEVCLAMALAYKAKCPMCRETCGLSHAQFKVNVLMAAIIEQ
SFGDLYKKRAQEMEKQALVVRQGKKKLIIGNTHETVPSTSQNRHKWKFFCTVLDMDERLGVAPPSVPTSYYIQKVEVFLH
PTFNPNRLVLTEQPFEFARIGWGVFQLKGTIHFQPKFNMRPIAFEHLLSFERNGTHREYHISFGGSSAEGQRS       
>Acas_g1516                                                                     
MSDMSEEEYFSEEEYVDDEDDDAEDVDEDDLGAVDDQALQETLTKQRSFEVISEDDMLKESRLLIDGVMEFLGIPNRAIA
ACLLRSYDWNRERLIEAYTEDPERVCKKAGVPSLNLEKPIESPNAISECLVCMDDYKNSDSFALPCGHRYCSTCWKNYLE
VKIADGPECITTKCMAPKCGSVVHEEAVKKIVDAKEFALYSKYLLRSFVDDNPKVKWCPAPHCSNCVRCERQNRQEAVAC
GCGFRFCFKCCDFEIGDHMPADCETVDLWQQKAADESENVTWMIANTKKCPQCRSPIEKNGGCMHMTCRKNAGGCGFEFC
WLCRGPWSDHGSHTGGYYNCNKYDKSNAKDEDSRAENVKTELEHYMFYFHRYESHKNAMKIADEQRKGADKKGTALMEKF
DVRAADTKFLLEATEQLINNRRVLQWSYVYGYYLDQDKSRVSEKNLYVYLQEDLEKHTNYLSELYERPTEKIADYQAFVK
WKEEVTNYTRVCQRFLQNFVEGVMGGLTVQEKY                                               
>Acas_g2609                                                                     
MGQLPKKRELTVSCPMLPQAVNKRARTGEGNRFLDSEFGNPAGEPTANELQQLLGGLNGQHAEIAEMEPSPALMLTLRSY
QKQALGWMVARERSTTEILELHESARRVLPAEWKEYTTSTGRKYYYNDTTKFTTWEFPVQHEPIKPTDSSKVSVRGGILA
DQMGMGKTIEVLSLILTNHQRDPHSDFAKTNLVVCPLSVLTQWLDEIRSHTASGHISIYVYHGANRVRDPAFLAKHDVVI
TTYSTLAAELPSEKKGKASSPEAIAEAKAKRQQRKGDPQGAALIQVPWYRVLLDEAHTIKDRSTRTAKAAFALKAQRRWA
VTGTPIQNKLDDLYSLLHFLRLEPYGEYNAWNQHIMKPIRNRDENGFVLLQSILETILLRLWSQSKTKFNAFIQAGSVLK
NYAHILELLLRLRQACNHPYLVLHARQPAASSAEAPQLMMRYLAELRAGHQVVPPPALRELLTRWADEECVICLEPVDEP
ALTPCAHVFCKACILRHLLASPGTSCCPTCNQQVLPNDLIPLPKPDKDNMPADPAASAEGNNHKAALAAKWKSSTKIDAL
MQSLCDLLARDPGIKSIVFSQWTSMLDLVEIPLQEAGIRFVRLDGSMPQAHRENHIRTFRTDPGVNVFLVSMKAGGLGLN
LTTASHVFLLDPWWNPATEDQAIDRVHRLGQVRPVVVTRFVVKDTIEERILELQQKKKQLAQGVMMRNKELRQIRIEELR
LLFRD                                                                           
>Acas_g2766                                                                     
MAEIERTLDRTGNGSITDGNRAGPRARRTPSSSSNGASRRGGGQRNSNGNVSGPAGRGRQFRGGGGARGGGGSRKAEARG
AGGADFFYEGDFSPSSGSESEYLYDGHSAPPPSSAPRGGGGSAQHRFNVNAPSFRPSPGSTVPAAPAVSLSASAPALSAF
PLPHEVPAEPRRRDKKEKRKMSRSDQFRVPANYLLNFTYERPVHDWSAPARRRTPVVEFKKERFLQANYRFVVNAGGDYV
RHLYETDQLVDWDEIEQIVLQTPVPYNCPICLDAPMAPKMTKCGHIYCWSCINRYLGMAQKGWRKCPICFDSVSTKRLKS
TSIELVPEYHEGDSIKFTLMRRHKDCTVALPSAHWRPMEALLHHDDRDSNFSRLVLVEDITPILDKEQQDLNEVLAQSRA
LQDYEPVPYIEHALCSLQERRETFNSKKLEAKRSAKELKASQERSKPVGAPESEDEPEEKASDGQNIFMHPLNFRCLHKE



AGGSFDKLPPTVEAKVLQLEEITQNEKMRKRRKMIVGHLPLSTQFQFCEIELGQLVSNKTVASFADEFKFRETKRAQLKR
ERGNSSSDQAKPTPAVPQPVPVADDPLLAAAIEESKRMAEAQAAQAGAGTPAVSIPTTPSSAALDSSPSESPSSGLQGAW
AKKQLTTATAGMSSSSSRPAPAPKPAKSGTPTFSQVASNAVWSGWKDEAFPTFEAAASSQGKGKKGANGASGAKSKDKKK
VLLFSNANSRRL                                                                    
>Acas_g2917                                                                     
MGEPQPQNSPRSSLLSSSAFSTSPSSSSPLRGLTAGDEVKEQATTLAPVKPPIPQPSLQFENLIVDQDAAKELQCAICLQ
ILNKPRQCKNGHLFCLTCITKCLSKNPECPSCRCRLTEEALARSLFVERHIRNLKVFCKYHFKWSEEAKDWEEDEQGCPH
VLTLETRVTHEQKCGFAPVNCKYSPLCGKQRRMSLDAHEVSCPFRPLECTHCKKDIQFCNMEEHLKLCPMVPIECTACNV
ELRRGELDGHLRDSCPEAEVECTYSDQGCPKKVIRKHLEEHLGKEMAYHMILLKKSFDSCTKNMKDEFETVLKMKDDRIR
QLEKALRITDTKVVWKIKNFSSVRKKSYLQSDKFSFADFNWFIGFYTDGDNDESRGYFSIYLFLDVNHMPKGKAVTIEYF
LTFINHKDPDETVKKEFKTTFPIKGGQGWGDRKAVLASKISAENGFLKQDTLYVEAEIAVKKITWNL             
>Acas_g3549                                                                     
MSSHWECPLCLETLNDAVETSCGHAFCAGCILRVWETDREQRPIRCPIDRRNVSMLIPSYALRAGVDAYRRETGQAVEPE
AGPAGQHDAKVDEYNQRYLNADRPVMQRVQEDWVLFNRVMSGDLTLRKILTTITICLGVLYLFVPFDLIPDSAGLVGLFD
DLVVWLAIVWFVVALLESYRQNLAEHQQRFQ                                                 
>Acas_g4447                                                                     
MRCAARKMRRAAELDRAHLLASEAVPAEEEDDDGRGSEVRWWCRRTTFIRALVLAAAMVIALQAGTTNAFNTIATHIQND
TGLSNGQITLLSSVGIIGTSFTMFAGLFNDRFGAMLTSLIGAVLTSSGYLAMSFTDKGTYPAMVASLTIIGFGSGASFLG
ALSTGLKVIPGYPGVGVALVGACMSISLALTNGIVEFDREVLGCAEDDCWPYYLRSLAVTTATFLFAPSFILCLLPPDAD
SKAKHPQRPTPANHTIQGDDWSEQELARDLFAPAGEVPQAVLVDEALKAGQTDSPVSLLHSLNALGNLFFWLLIFGYFSG
IGSAVAIITKKTSEGSGGSPASPAFECNICFDTAQDPVVTLCGHLFCWPCIYKWLELHPDQPSCPVCKAAITREKLVPLY
GRGKEKVDPRTRPPTGEDIPERPRGQRGESVRQSSPGFHGYHDNPFGPYGMPHFGPHGPGNWHTNMGGINFGFGFFPFGM
QFTGGSFGYQNNLGPQRPLTPQEQRDQQLSRFMFTLGIFILFVFLLM                                 
>Acas_g5256                                                                     
MASGKTEEEDDDSSEDWVRDQHELDCPLCRALLFDPITTSCGHNFCRSCIVRALDYNNRCPVCRTVVFLAPNHAVNSVIK
NLAANTFPKEYRRRIAQARKEAQELCHNLPLFVLNVVLFPGMSLDLHVFEPRYRNLIAHSLASSRCFGIVNGSAKVGCVV
DVNSYLRIPDGRSLLLVKGTSRFSIHKRWESAEHGYEIAEVEILNDEAETSATEADQSVEPSANQVASALRELVQQKLPS
SAMQTFQQQLGPLPPASDPQALSFWVAAYLPVSLAEHQELLEMTSVRERLVKEKDLLTNLTARSIQQRRGAHGHE     
>Acas_g5531                                                                     
MEDEGDMPVWGRNAKRLRTGYNAPYGDEEEEELENEDEDEDNDEDEGQREMQVYDIRGVPVGFPFNAYDSQRVYMEKSKN
ALLESPTGTGKTLCLLCASLAWRQQWLNSQSNSAQSAADFAAEWRSKEKPQSLLFSGGGDMPLVVREKPPRIIYTSRTHS
QLTQVMKELKRTAYSPRMTVLGSRRQLCVNPDVVNTPGRDHKCRSLVTSRRCDYYNRLDDLKKSEQLRGSCNGMFGEEVA
EGEITDIEELLQSGRDRGLCAFYLARELQYSADIIFAPYNYLIDPAIRRSLGVDLRGAVIIFDEAHNVESVCEDSASFDL
RVADMKVAIKELERAAELAASPSYSGETNKDDITRFKGMVWALINDINKVHVSGDGFTRPGDYIYELLNQVDINADTSVA
LTNLCDSVLADLANDEESGMGLKPLSLKSLNDCLKTLFKDGVDRREDFSLYYKIHVHDQASAAQRGAYRFQSRNAERVVS
CWCFNPGLAMLELAAQGVRNIILTSGTLSPLASTAAELKIPFPIRLENSHVIQPSQVWVGVLSNGPSDYPLNSSFKTRET
EDYKQALGNALINFMRIVPNGLLVFFPSYTALTTCVDAWKRPDEQARNGSIWERMCRYKQAIIEPREAFQFKLAMEDYYA
KVKTEGGAVFFAVCRGKVSEGLDFSDDNGRAVVITGLPFPSLTDAKVKQKRSYLDHQRQILGTSSLSLSGSDWYAQQAMR
AVNQAVGRVIRHSRDHGAIILADQRFGMATNQSGLSLWLRPQVKVYNQFGVAALALTRFFNFFKNQKALAPPPPPKAKPT
PRPKAQPVAAPVQMGRPASHTSPSKFVPPRVAGGAASATTARAPQATSLVPPRAGVKRERVEEPTERPAPHARDATSPIK
RERGEEAAVTASEAQAYIRRVKGCLSPDEYKTFQSTLRDFRGKQIELAELMERVQQLFSGSQRYPLLRDFVAFVPPRHRA
TYLAMLPQEPTEDLPQPAASEERSPARISAPRPAQSPAQAERVPTPAAAPFAARCKHVCCYGCWKQWLQQKLECPVCKQR
VRLKHLSKLYFCS                                                                   
>Acas_g6194                                                                     
METKSPTEIMADELLKRGNDAYEAREYLMAVHHFSEVLKLIPSHHTAYYNRSAALVSLKRFEEALNDAHLVTTLAPNWTP
AYSRKAYVLWCMGEIGRALEAYEIANSMEPHDEEVKRHIATLQSILQEKDTSLHHGDSSGLMEEEEPRKRSEKEVTLSED
FECVLCLKVFYDPVTTPCGHTFCRSCLFRAMDHGTQCPLCRGVVHLSSNHPATVTLKNIIKRLFPDEYRQREEEAQKELI
QDETCMPLFPLNAVVYPGMRFPMHIFEARYRLMLRRCMAGAKTFGLINIRRDSSGSSWVPYDVGCTLEINKINILPDGRS
YIDTRCKRRFRVLEKWEMDGYLVGKIQYIDDENMREEEAEIFRRQVQETRGLMNGLLASGICETNEQIKKLLTQAGDMPT
DDLQFSYWMSTILPVNTDIKQELLEMTSTTRRFARILDILRIYFGFSYNTQPTFFPPPPPQQQPPPLTALRGLSGGTMGG
GGGMQGMQGMGGGMMGGVATGGGGMQGLGGGAMGGFGRGQAPASGTSTGGGFHHLCNYNINQAHNIQ             
>Acas_g7075                                                                     
MSSSVHYKFAVTLGTADFNTIHFDGSFIKCSELKEAIIEQKKIKLTIAELRVTNTQTSEDYKDDDLIPKNTNVVAKRVPP
TFNQQPAIQAAAPKIVASAPQYQQPTATSSSLVPETEEDKINAIIAGAGSYVAPATGGMRRGGGGGVGGGGMGAGGPSQQ
QRVPPPGYVCYRCSQPGHFIQHCPTNGDPRYDVPKVKRALGIPRSFLQEIKGGKTEDLKDMKGVVRLADGTLAMVRPDEE
TFKKAIATVDNPLVREETPTELQCPICELLLEDAVLVPCCGNSFCSQCVRAALLSNGRCPSCKDASVTVDSLFPNKNLRE
AVSAYKRSVGMEVRDGSSASAAAGSSPPPPPANQLPFEELENGSRPASKPATPGQAATSTTGSPPRSPSAAAPAAGGDGA
ATDKPSANGGDAAAAAPGTGAPGQDDGRRPYYDAGQQPPRDGMGYVDKRQAGCFKCGEPGHIARDCPYGAGMYVPVYGAD
PRSMAYAMSPYGMMDPRMAYAAQYYGMGGAPYGGMGGYGGGHHMGGRDGRYHDQRGGYDPRGRRDDDRGRYRDTRERGRG
RSRDRDRERDRYRDGERYRERERDRDRERDRERRRSSTRERDEHEKKRKLGGDEEPANGGVGADDGAKRRSSSRHGSRER
TRSPAGEGEGEGHHGEKRKHEGDEQLQEGVPREAADSELQAQGEPEAKRRREGEVDGEGAAAADDDSEARERERERAKER
EREREREREKEREREREREKEREARRERERERDREREREREARDREKLKEREREKEREREREREREKEREREKEKERERE



REREKEREREREREKQRQRELEWEREWEKEKERERQERERQEKEKEKEREREREREREGRKSSRKDHRSKDDEKEKEKKE
KKDKSSSSSSSASSKEERKRKREEREKERRSSGGSGSSSSKKEKRDKSSKSSRKEKKDGDKSSKPSSSSSHSSHSSSSSS
SRKEGRHSSSSSSSSSSSSKRHRSDKGDATPAEARR                                            
>Acas_g7244                                                                     
MGDEMEYKYLDEVDETLECMVCHEPLVDPVVEPNCRVTFCRRCVSPWVAEKHSCPSCRGATSVAQLHPAPRIITQLLDAL
PVACPECNGRHQRGNLARHIQLCPKPCARGCGEVVAMAHMKAHEDTCASVTAACPAADVGCAVVLPRGQLAAHVLTCPLA
PLRPFLLRMQALEAEVAQLRPFRLRTQALEAEVAKLKRALRPRGRFVRAWGTRGSADAQFSAPCGLAIAQGQGQGGGGLV
VVADHNNHRVQVFDAEGRLRAKFGGEGSALGRFYHPRGVATLAVGGGGRLVVLVADRDNHRVQVFDDQGRVQSAFGTQGR
RHGQLEQPWGVAVDPQRGHAVFVSDSGNHRVQAFDLQGNHLHSFGAQGDQPGQLQQPCGIAVDRRRGLVWVADTDNHRVQ
VFDGQGRFLRGFGGEGAGEGRFQFPRDIVVVDGDDDDDDDSTTRVYVTDNHRVQMFDGHGWFLGAIGREGRAEGCFDHPR
GVAVDSQGRVFVADSANHRVQVFTFGK                                                     
>Acas_g9144                                                                     
MEGTFLAPNSRARGHRASASSALLQELERTAANASSSSGGRGSLGISRELSKLINKKTPTMTKEQVLRKVRQGGSGLRGN
AEEGEEEEEEEECVEGLTLYETYREPIAPPEDPNHTTTLQVRMLNVELTCPICLGIMRQTMTVMECLHRFCDECISKCLR
WGKKECPTCRVHCSSRRHLRPDPNFDALIATVYPNLDEYEAQEQEFIADINKRMNRKSLTDSVEKGLMRQMAASRGPRGK
RDKEQLEAMETPSTTPSSSSSSRKRKSTAASSSSSPGLSSSSSSTTATTRASNKNSKRSKSQDTRRQRNGGLEQQDAKQP
EMAAISLELDASGIPLTHYHIPHKRVSSSSSSSSSSSSSSSSSAAVASFLSRVNTLISFLLLPHPDDERLSAVNTRGGGN
DELAGAGAAAATPPPPPPSNLTLQRPYLRTSRKVTVAHIADFLASKLPQLPLSAPSSFDLLVPPRASTASRADSATAASQ
QQQQSKQPETRFTISILPTVAAAAATMTTLTANGEQQEMSDKAVVEAAPEHVALEDALTIDAVASRFWDGKGDLTLYYRL
AA                                                                              
>Acas_g9171                                                                     
MEKRPVVEEDYKDEEDVGGKGKEKVSSSITRRNSREESAYQPSPKLSSSRRSVGCPICFEPIRDPRLLRVCGHTFCYDCL
KRAHFKDKQEGWVLDEAIAIPCPMCRTVTHVSSASDLPRNWSLIYDSSDEEEDYDVGDDDFVHVAREQDFHKLRPEETES
FCHWVDKTQLDTGLPQRMLQEYERRKANQPGKEPNKVTFLLLGLTGHGKSSLINLLFGRLVTAQGHSQDVALYEHPLVDG
LYFIDTPGFFDSRGEAQDQENEAKIKRFLKGHPPDCIILVCKFSDTQSSAMQKGIKFAKEVLEAYGCQVVVVLTYSNTKS
LGHLASCEEEFQTLKSLRRKKEAVLCRWNAWRQAKEHYLRSELGDAIRVCAVDNDELSKTNHIGERILLNGEPWVPQLVE
HILEAKDLAASRIAQGLEQGTADVEVQSATKKCILDRMKQVLTVASVSGATGGALVIYEATALMAAEGGSLSVGAMLGAG
AAGAALTAVPVLVVGGLGVLLSSAMWNLWTQWKQQGGHLL                                        
>Acas_g9599                                                                     
MSNNKRKLSASTPAATSHPPPKKRSFQASGSGGGGATMAAVGYGVTFGAAGEKSELELLQYQNQSLSTLLKEKKEEISSL
RTKLRTVEAKERESSNGLAYVTQHWSSLDENLHTVLATIEPATVDEILREESRRVHPPEDERSFLQMLLGDEGDLMNEEE
RKDIKKEKELGNEDEQELDEEEAEARDEEYQKLLLKQRIDPALERRSSFTKQILIRVCDALQKQKRRSDDLARRLQDAAS
LERVMVEESNGLREQVAGLDKLVAKLQHKNMELSRGYSSAKTGWVQAEQKIRVLTMDIEDFKADLSTCHNRIERLAPEEV
QKIREELADARTVEENRLKEIQKLRQDRAELKNELNELNDKLLNLPEHVVRTSPAFRMLETHLQMAVMDYESQRGLCSQL
QRSVATLEQERREEKDRAQKNEQARRQELEKEIKEKDAALARIRGERDNLIYRLEQKKASLPSQQLINEFKMTIATLQDQ
SAKLRKELEKLREQKDKERGREPERAHTSEPRAPEVAELQEKVKVLQRGMDDFKRKHDDAQRELRSITESLPREQRELHE
IRRNERKLADENTYLKSRLAKYEPKNKLEKDYPRLLSKADQSIRELQKSLDATKAENAAYLSEMEVISKEFESTMEQNTR
LLHELSDKDETTTKLMSDRIKSEQLQNQLREETKQLQFQIKLAGERYEQQKELLKREETKAKMIEEQMIKANEQISSFTN
LIEAHKRAARDAAQQLVEFKAKLKKLDEQSSALERGEDKISRLMEERNTLKKKVERLSARGSVDTLLEEEVSTLRKMLRC
PVCNDNMKDTVITRCFHVFCNPCVKSRLQLRNRKCPGCAKPFGENDVHSIYLGFDDVKDEED                  
>Acas_g10992                                                                    
MEDICCPICLEAISEAFMTACGHSYCYVCIARHLGVSSMCPTCKTPLRRDQLFPNYALNAVLEKVKTNSIGVTLPPLAQL
ENVLTSQSLALADVNKLLGLLLAQKRSMESETKHEELELLLDFLYRTKQQHKSSNLNGSYDMLEEHIKQLERQKVLFVAS
QDPDAYGFTPSCIGGRERSPSVGEKRGYGTMAAPCDSMNRPHEERDQLVNKKRRIVEHMDELQQTYFRMLKAKKQQRLAR
AVTSGEHDAKGKERRDVTGRPGTEAVAAEYKNDAATTTPTPTTGGGGAVVDLDTFGKQLQKLVRFNGYEIIATIQDPSRG
SAREGSGRGQGRAHASLVTSIEFDKEGQHFAVAGYNKRIRVFDYRSVVEGAGTTHFPVHELTTLSRLSCVSWNGYIRSQL
AGSEYSGRVSVWDLNTSQLVCKWHEHEKRAWSVHFAPTHPTRIVSASDDTKVKLWSMNQRLSAGTIEVQANVCSVKFHPE
SPHYLAFGAADHQIHYYDARSLREPLFVLRGHDKAVSHIQFLDSSRLVSASIDGTLRLWDVNTAESLLSFSSHVNKRLFV
GLSVHGGEWITTGSENNQVYTYHKDFKTPLYQYSFDEAPSTATNEGDFISAVCYQKTENVILAANSRGLIQALQLK    
>Acas_g12517                                                                    
MVKIKVADARAGKEYEFEVRKSDTVKDLRARILEEVKKVPGRDYVEGRHLRLLHMGREMEDGPEEPGKEHLVFMYRICDG
SLVILHVRPKEVDEPVAQEDSQQPTTETSSSASASSSPAPVPFVVPPIEQEHLDKALPVSLVTERTKVKLLCTPETGDDL
LPHEEGIPLGVVSRTRRVFHLDADTVAKFQDTNGKFAYICFDLKGADLPNPDGVDTHCVMRRRKELPTTGNHLALWLIYQ
NVELDKKTSVGLPVGRAGGKKAAVAAKASASAGKENGTAAAGSAAAEKAEGTHLMNAKMSDTKRGQALGAKKKGWGGGMA
NAGLKAKCTIVEKDFSGQVPGTWVGQTWPMRIDCNSAGVHREMIAGIAGNVNLGKAVSLVVSGGYEDDDDMGEQFKYSGS
GGRNLKDGNKRVAGQSSDQIWSSRNLALAMSCVGFKHKCNKDFKGHVCKECQERWRDGKPIRVVRSNKAKEYGPQSKTKL
YRYDGLYKVADYWTEKGKSGFNVCRYLLRRDDPAPAPWTAAGKAYIKKMLSGANQAKEEKLKMRKIRVLIERDTLNKRTW
DNLVPQIDTTTLGKFLEEVDREFPCMICQTRVDIPFTFPCGHNICQDCFKHFKTKAEKKECGMCRAEVTADFIKTAKYNE
YLVDILATLFPNFQLPPGHKVHEVHVEPCAGEEEEPMEVEADEDDKDEQEVVKAAAAKKRKAAAPAAAKKRAAPAAKKRA
APSSRKGKEKRFDSDDDGDEEEEIVVDGESGDEAEEEDERKPAKRVTRAKQATATTAAKRKRGDVAAVVVGDDDEDADAF
QPVAKKKRTSVEGSASSRRQSAPKSEPEEMVVVDDGDDDDPLLNVAVAQTKQTTKMKKKQAATVAVDDEDDSDDFVDTPS
KSKSKKEQDIGTDDDDGAVDEKDIGTGWDLWLEDGLPCRELTNFALLWKTRSFVDMEKIGDGLSVRATGSLVAPPESANT



GAELKVRLPGIMEWTLDYTNACLWLRTPLAWYKLAKPLPEYAPHFEEANAKFEICNHLTTILEDDDNTAIDFDATVAKMK
EASGGKYDEQHVLKRAAFIEEKMLQFPEAEATKKRFIRQMKSKAGSGSSSSRRPAANTKKKGSSTATATKKSATSTKKAN
QTPVEPAQPNDKKKTLDHFFKPRA                                                        
>Acas_g12789                                                                    
MAEVEDEDDILRPIPGISLSDTPPVTTAARFCKQAATRSHDSRAMAPAAAKPSRRLPVEEESTQEDEDFEADTEPYFALD
PESRPHANRDERGSQAATLPYSHVEEKEPIISASRASRIGHLVAAKVVPSGHLASRMMREKENRHDFPNSPAVETQPYVL
VKATPTPSLPHRKFAAAAAFGTATGATRSSKPVAASSSSASTTTGATVRRGLRLLDSPYKNEAKSTNAVRATAASTSSSS
SSASVHRPKPTPPSHQQPPLARGSPQLHAHDHQAAPPAGQQHHHLLALPSPVPSSPGSPSRHFRHSPGSPSPLPSPSLSP
TSPSSRSQSPSISPSASPSRCGFRLFPFGGVVDHHHDHGLEREKTENAGNARKRKSVDGVPTSAGDAVKRAMRQQQEEPK
EEGMDQDLSHISVSICSPAPAPSPTSTTLSTSSLLPRAGGAGTPSLQQQFTSFHSPFISPTQQLDSAPPSPQPVSPFVTD
HHDATRKRSHLGSSAPQTSPSPADLILSQPDHAPAAAKRSRLALDTRKRLDFSHGACEDHHSESAVAQSSSSSSSSASRR
GQPTTPTKQSSISRFLVAKKPQQQGSVLGQMKEDGARQPAASRKPVGGNSVPAPKKSVGDNNKGKAPPAIDLLDDTIEVD
DDFEIAKPRSSSTTKSTTTTTTTTTSTSSSSLSSRSAPSSAAFISKASKAKARSPVHGPGWIRRIADERKPAAGGREAKR
ARPPVPFLDRSAKSQSSPPELVNARKTHREEEEDIDSSWDEENSAALFLEKDLIGDRRIKNRVKKSMKELKPLPPRNSSS
SSLSAARKFQTSKSMSDIITSTTAQATAGAAAGRSYGVMSSSASSASLFSTFSRPTSLITTGKRKSASEDSQSGGEAASD
EGVIGDLYTSIQVNADLDAEADQPALLKVSLLKYQRQGLAWMADKEDDRRAAKGGILADAMGLGKTIQMLSLILHNAAKP
GAACKTTLIVCPLSMLDQWLDEIRNRVKGSQLQVNVYYGNNRIKDASWLKKCDVVLTTYGTLAAEFVTRGKGKNARASLS
RPLGCLESVPWYRIVLDEAHLIKNAGTRTCKAVCSMQADRRWCLTGTPIQNSLEDVYSLLHFLRVENFNDPWWWNLMIIK
PIRRNDSTGFVRLQNVLQTVLLRRTREHKIDGQPIVSLPPCKIVQKEIEFSPMERQFYDTLFKNAQSVFNDYLENGTVLN
HYVHILELLLRLRQCCNHYFIVLMCLTMPALRTKRPTLEGLKDEYRRIMRLLELKKAGKQNSQDDGHAEEESTQPLDDAG
DVAGDGADDDDDGGMHTPTRKRQSSSGTAATVSLTPTRRNGAFDLPVPLLADMLTPAGATRRAGGSSAAAGDAPDGQAQI
CPICFNGLEDNVAVAPCGHQFCRECIDDYWENEYAGENLGQCPVQSCRHRFSINKLQAVVANGGSTDSSTRRRLDAQQRS
TSTRSSGAAKAKATAAKAKAKAKTKRRQGMELEFAGLGRTKTESQECEIGSGGGDADEGSAYDDESEEASVSNAVGGDYD
DDEASSEREPLARGRRLDGSDIGHTFMQSSKVSALMEEVRRMRQEDPTSKCLAQRVSEIARFKADSSVAVFLISLKTGNC
GLNLTHASHIFLMDPWWNPSAEQQAIDRAHRLGQERPVTVIRFIIRDSIEERILDLQDKKRKIAQGAFAGGASDVGQQSR
GLALSELRQLFEP                                                                   
>Acas_g13572                                                                    
MEGYAEHEDIDDEREMAASVRRSSRKRKRPALNPSSSSHTEEEPVVDDTRAFNPTRPIPTPLARSEPQVQIQVEEEERQR
DPGTTASLQIEDDTSMSMGVESHGNEQVEEKNKTAQEGEGDEEKNNTCGICFEEVKERGVLDSCRHAFCFDCIHRWSKVA
NSCPMCKAAFYTITRQHDVAGGELQQEGAAPQEEEEVEQDNPPSKRRRGRKVTSQKKKKPKKKPDVVRVRPKKQQYRYSR
REIEDIARAAEAAEASQPHHHHHHPGHRYASASLLNRMLGHPDADALPAASMGFFFGLAGPADNDEDEDEDLDEDEMEGL
RSGEEEEGEGEDHDFLLFASGREDRSRQLLASTTSPAPTTARRRTPYQPPRQRQPTAAPHHWESQAGADRQLAGARDRIR
SVLESRARMRVDGGRLGPFARYGGRAPWMAPASASLHHPPPTVGGGAALHHAADFHRQQHQHAMAQGLESLKGMFGDSMD
AEVLEAVLQQVGGSVERAVDALFAMQGGSGDSPVASSEDSSTSTSTSSATAAAFVDLTTDSSAAAAATPAASSPLLFECL
PPTHSTGATARPSRAPAPASAWSSPSSPPETSMSAPIILVPDEDVEFIAERQVKPRRRHLGLQRTATASSSPASADGADY
NRPRPSPSSASSATSSPSPSPSPSSPPSLGSVRRFPKFPGRRFCPPRPLSSTTFSASSSPSSSSAPLLPLALPPLVPDDV
DRRPDVGHEEGMTLAWRDFAEVQRETKKEHKRKLLEERDQQLSSRPLASASASSSPPPPSSSSGGRPPLPSTGLTRRR  
>Acas_g17240                                                                    
MRRQEEEHQVPETHEEEERRPVVLYKGIQQREASQLQCPIHKGLMHDPVGTGKCKHVFCRSCLASWAALQGHCPLDARPA
QLVPADAAVEKLNSLLIHCRVRLPPRPPSLE                                                 
>Atha_AT2G31780                                                                 
MSSSDRDIIDIESGEEDLYSDGGNDIIDIESGEEDLYSDGGNVSDDYNPVDDTISRSEKSYVVVKEEDILKLQRDDIEQV
STVLSVSQVESIVLLLHYHWCVSKLEDEWFTDEERIRKTVGILKEPVVDVNGTEVDIQCGICFESYTRKEIARVSCGHPY
CKTCWTGYITTKIEDGPGCLRVKCPEPSCYAVVGQDMIDEVTEKKDKDKYYRYFLRSYVEDGKKMKWCPSPGCEYAVEFG
VNGSSSYDVSCLCSYKFCWNCCEDAHSPVDCETVSKWLLKNKDESENMNWILAKTKPCPKCKRPIEKNTGCNHMSCSAPC
RHYFCWACLQPLSDHKACNAFKADNEDETKRKRAKDAIDRYTHFYERWAFNQSSRLKAMSDLEKWQSVELKQLSDIQSTP
ETQLSFTVDAWLQIIECRRVLKWTYAYGYYILSQERNKRVFAS*                                    
>Atha_AT2G32950                                                                 
MEEISTDPVVPAVKPDPRTSSVGEGANRHENDDGGSGGSEIGAPDLDKDLLCPICMQIIKDAFLTACGHSFCYMCIITHL
RNKSDCPCCSQHLTNNQLYPNFLLDKLLKKTSARHVSKTASPLDQFREALQRGCDVSIKEVDNLLTLLAERKRKMEQEEA
ERNMQILLDFLHCLRKQKVDELNEVQTDLQYIKEDINAVERHRIDLYRARDRYSVKLRMLGDDPSTRNAWPHEKNQIGFN
SNSLSIRGGNFVGNYQNKKVEGKAQGSSHGLPKKDALSGSDSQSLNQSTVSMARKKRIHAQFNDLQECYLQKRRQLADQP
NSKQENDKSVVRREGYSNGLADFQSVLTTFTRYSRLRVIAEIRHGDIFHSANIVSSIEFDRDDELFATAGVSRCIKVFDF
SSVVNEPADMQCPIVEMSTRSKLSCLSWNKHEKNHIASSDYEGIVTVWDVTTRQSLMEYEEHEKRAWSVDFSRTEPSMLV
SGSDDCKVKVWCTRQEASVINIDMKANICCVKYNPGSSNYIAVGSADHHIHYYDLRNISQPLHVFSGHKKAVSYVKFLSN
NELASASTDSTLRLWDVKDNLPVRTFRGHTNEKNFVGLTVNSEYLACGSETNEVYVYHKEITRPVTSHRFGSPDMDDAEE
EAGSYFISAVCWKSDSPTMLTANSQGTIKVLVLAA*                                            
>Atha_AT2G42030                                                                 
MGEEISSTVNLDLNLGPDPELGLEPATNYARSDWGNGLAARESESLRRFRSRYRSRFRRIDMLPVLAETHSPAMELSQLL
ITSGNVVALPAGEGSMASGERVIEDSKKCENGSKVMAEDNVTEEKRDVEKSVGSDGSFFDCYICLDLSKDPVVTNCGHLY
CWSCLYQWLQVSEAKECPVCKGEVSVKTVTPIYGRGIQKRESEEVSNTKIPSRPQARRTESLRTTLNRSGHIPTEIFRHL
QDRLERESSTGERRARPSLNRFMTSRGVRAEENQSSEALVEPSSDEINDIDLILNNAPENEEENENLSSSRALATQRRWA



QMYGRVSSFTLSSAERLADTYLITHALGRNQEQNSSPPVGVEDRDSFSSIVGVINSESQVETAAEINSMLTVSTSSSVRR
HENSSRVSDVDSADSRPLRRRRRLA*                                                      
>Atha_AT2G23780                                                                 
MVNGESSTSTSYSDSNNDTNDQGGDFECNICFELAQDPIVTLCGHLFCWPCLYRWLHHHSHSQECPVCKAVVQDDKLVPL
YGRGKNQTDPRSKRYPGLRIPNRPTGQRPETAAPPPQPEAASNFFNYGIGLMGGIMPMMATTRFGNFSMGFGGLLPSLFN
FQFHGFHDATLYGSTPGYPYGGYHNGFRGVPPRGQERPMARGGNQSDAFLKNILFFVGICVVIFLIW*            
>Atha_AT2G31760                                                                 
MDYSDDDMIDNESGEENNSDGGGNESYNYNAAVDTIILSEKSYVIIKEEEILKLQRDDIERVSTILFLSQVEAIVLLLHY
HWCVSKLEDEWFTDEERIRKTVGILKEPVVDVNGTEVDIQCGICFESYTRKEIASVSCGHPYCKTCWTGYITTKIEDGPG
CLRVKCPEPSCYAVVGQDMIDEVTEKKDKDKYYRYFLRSYVEDGKKMKWCPSPGCECAVEFGESSGYDVACLCSYRFCWN
CSEDAHSPVDCETVSKWIFKNQDESENKNWILANSKPCPKCKRPIEKSHGCNHMTCSASCGHRFCWICGKSYSDHYACNN
YVEDADHDKRTLLQSEIKRYTHYYVRWVENQSSRLKAMSDLEKFQSVQLKQLSDNQCKPKIDLQFIVDAWLQIIECRRVL
KWTYAYGYYLDNLAKRPLFEYLQGEAETGLERLHHCAENELKQFFIKSEDPSDTFNAFRMKLTGLTKVTKTYFDNLVKAL
ENGLADVTKSSEESADFLETQKLYDAYISEGCFF*                                             
>Atha_AT2G31770                                                                 
MDFSDDDMIDNKSGEENYSYGGGNESDDYNDVVDTIIPSEKSYVILKEEDILKLQRDDIERVSSILSLSQVEVIVLLLHY
NWCVSKVEDEWFTDEERIRKAVGLLKEPVVDFNGGEKDKKCRKVNIQCGICFESYTREEIARVSCGHPYCKTCWAGYITT
KIEDGPGCLRVKCPEPSCSAAVGKDMIEDVTETKVNEKYSRYILRSYVEDGKKIKWCPSPGCGYAVEFGGSESSSYDVSC
LCSYRFCWNCSEDAHSPVDCDTVSKWIFKNQDESENKNWMLANSKPCPECKRPIEKNDGCNHMTCSAPCGHEFCWICLKA
YRRHSGACNRFVVEQAESKRALLQSEIKRYTHYYVRWAENQSSRLKAMRDLEKLQSVQLKELSDNQCTSETQLQFTVDAW
LQIIECRRVLKWTYAYGYYLQDLPKRKFFEYLQGEAESGLERLHHCAENELKQFFIKSEDPSDTFNAFRMKLTGLTTVTK
TYFENLVKALENGLVDVTHNEFPPDNETKSTQEKYEEYQDYEDDFLETQRLYDEALLSGCYYD*                
>Atha_AT2G21500                                                                 
MGNACCVATRDKMVVPNTSAVENFQRNNVRYSPNWSFRWDNRGGRVAGEETSVSLLSDRISRNDVSDVKSETALVSSQGS
PLDNFQTQSWQKSPASDQSFSRIASIDSVSEQITQKTNDSTDPTYYPSPAKLSLSLASQPSSFSVSPLSSQSHLPMPPAS
SSQLKLTPPPRLSKQVSYGQIFGFTSPSRSSATEERLGNESQSDGWSMQAFSEMMAYSRRESCSYDNECFGLRRDKIDNL
GSRKSNDQQNCGACSRSLSEKSLLSSQKIFATNELSVAAILACGHVYHSECLEQMTPEIDKFDPSCPICTLGEKKTFKLS
EKALKADLEMKARHNKRLRNRVVDSDEFVKFNNNHEAAVGYKGKTPKLISSSSLRSYSPKPFLARHFSFGSRSNSVKSPK
EIHSPSSLRKKGFFWTKSSKI*                                                          
>Atha_AT2G26135                                                                 
MEEEGTLVRADNLKHAGTPSPSKFSPYSLYFKGLVSEESPKLSAEFRVAICGYKDGLMFQMKGPIHDSAITLLEAELMAL
KYGLSEAVTLGINHISICCDNNQIFEWVMGRSTPQEENIAMLIRDVQGIRKQFTSSIAVLIDVPALFHPKKTCTICFDDD
INADMMFYIDQCGHMFCSECVKRHIEVSLLQGSLITCPSYRCKSKLTYGSCVNILTPKVKEMWIQRMGEDSIPVTDRVYC
PNPTCSALMSVTELDQLTGSKRCCVKCGESFCIKCKVPWHDNLSCKRYKKLHSNRTTNDKQLNELANQESWRQCSKCKHM
IELTQGCVRVICRCGHEFCYGCGADAGCCSHGHVPYFSVERREPEVQALVLIGVVVVTMIFFFR*               
>Atha_AT2G44410                                                                 
MSTSVQGETMDLDLNQEPSSDSESPGGLMTALSPMLEELESAQERIQERIRQLEVIVSRIREREITTTTTPALVSPNEHR
DSTAGVIHERSRERLVENGENKTYLIAKALNMEKTSSVPGGFFDCNICLEKAEDPILTCCGHLFCWGCFYQLPLIYLNIK
ECPVCDGEVTDAEVIPIYGNGDDCDGTKPKLEDCGISLPPRPNAKRVESVRQKIINRGNPFFPGHENEAIEHIRRTIDSI
GLQALAQGDEFGLTNIINNGGDNGGQQQQQQHHHHHHPPFGPLRLLPPYATFPGLLVDTSDIPAPFDDDAFDVDSFVDTT
SLRRNRRRPSPAVRASYQRNRSNNASQTISFRLGSSASSAPREFAVPSSSIMTRSQTVNPTEVVTSSTSASSSRRRTEDV
NNGPRTRSRRRLR*                                                                  
>Atha_AT2G38920                                                                 
MKFGETFTEYLHGEEEWFLEKCRFVEYKKLKKVLKKCKTCNSTKSDDGQIIPSATSSSLSDSCECKACPWCDQMFFEELM
KEATDIAGFFRSRVRHLLHLHVATGMQRYMIRLRRCFTDEKQALVQEGQILIQYITMNAIAIRKILKKYDKVHSSENGKN
FKLKMRAERIELLHSPWLIELGAFYLNSGLDNVGNFKNSFGRVACENLNEDQPVLKLMLPNSIELEYDLTCAICLETVFN
PYALKCGHIFCNSCACSAASVLIFQGIKAAPRHSKCPICREAGVYAEAVHMIELHLLLKTRSKEYWKERMMNERSEMVKQ
SKMFWNEQTKHMIGY*                                                                
>Atha_AT2G40770                                                                 
MGRRKQSKPQRAVGLITPTGSESDRNQLPGDEAEGSGDKNVEDIDKPYYVNICLSSRVSEQQQNFDLAEVVLTNFSVRER
VGSSSTFTKPIEVDHDLDCSLRFRLCNVTNFVDRIKLGHWPVLSSSDITLELVDNKVSDDEVGSVIWSASFDGPGEGVSG
LAHLASIKFLTLRLMPGNEGLLSPRVRVEMLQQAFDACDSLLENTRQIWKKSMIHVMSWLRPEVMTSEARYGTRFNVKDI
ESSVVTEDETLDSSKQSSFDAAAFYEAIKPSKTDAMLGDDIADLLPELRPYQRRAAYWMVQRERGDPITLGDKEDNQFIS
PLSISVGFLDSATKMFLNPFSGNISLTPEYFSPRIQGGILADEMGLGKTVELLACIFSHRKPAEDEISVSNGSSVTDVLN
AGLRRLKRERVECICGAVSESHKYKGVWVQCDLCDAWQHADCVGYSPKGKGKKDSQHIDEKASQKKSKKDATEIIVREGE
YICQMCSELLQVTASPISTGATLIVCPAPILPQWHSEITRHTRLGSLITCIYEGVRNASLSEEPMIDITELLNADIVLTT
YDVLKEDLTHDFDRHDGDRHCLRFQKRYPVIPTPLTRIFWWRICLDEAQMVESNAAAATEMALRLYTKHRWCITGTPIQR
KLDDLFGLLKFLKANPFDVSRWWIEVIRDPYERRDTKAMEFTHKFFKQVMWRSSKVHVADELQLPPQEECVSWLKFSAIE
EHFYSRQHDTCVSYAREVIETLKRDILKRGHTSSDNPLVTHAEAAKLLNSLLKLRQACCHPQVGSSGLRSLQQSPMTMEE
ILMVLVKKTQSEGEEALRVLIVALNGIAAIAMLKQEFSEAVSLYKEALSITEEHAEDFRLDPLLNIHILHNLAEILPMAK
SYGGKLSASGRPETKIDVKDDDHHRASKRQRINELESLTHDSSETVHQREAIAPDNGLKKDGECHEECKTLDIVCDTLKV
KYLSAFNSKLSAAQHEFKKSYNQVSESLSNMGKQRSVWWLDALQLTEQNKDFSSELTRKIEEALHGNLNNSSSSRESSRF



RTIHGMKLHLQTCMDMLERSRKKVIDRILEIDQTMEKPKLEDIERISNCKYCNKNSDGPPCIHCELDELFQEYEARLFRL
NKSRRGVMEIAAAEETVHLQKKRDARNLFLFGLSSRSKDLNASRGDDEEPTKRNAGDIVVLSKSPSETEIVLGVIRNHCK
THLDRESKLAATKHLHTLEVMRKEYVHARVLARDQAQLLRAYDEINMSTMRLQLRESEDDTSIYALGRDELDVASVLNTN
DKFMAQSSLLSIKGKLRYLKGLMKSKQKQESESPDLSSPIHETVDASDPAEQESENLLKRDEACPICHEILRNQKMVFQC
GHSTCCNCFFAMTERKSVQETLQKWVMCPICRQHTDVRNIAYADDRRNSSSSDQDHKDSEASLVVQGSYGTKIEAVTRRI
LWIKSSDPQTKVLVFSSWNDVLDVLEHAFAANSITCIRMKGGRKSQTAISKFKGSEKETQKTNSHQKEEKSIQVLLLLVQ
HGANGLNLLEAQHVILVEPLLNPAAEAQAVGRVHRIGQEKPTLVHRFLVSGTVEESIYKLNRNKNTNLSSFSSRNTKNQD
QQFLTLKDLESLFASPTAETAEMEQNPGERQENLRDLPPSVAAALAAERRMKESNASSSTTNAS*               
>Atha_AT4G28270                                                                 
MEIEKDEDDTTLVDSGGDFDCNICLDQVRDPVVTLCGHLFCWPCIHKWTYASNNSRQRVDQYDHKREPPKCPVCKSDVSE
ATLVPIYGRGQKAPQSGSNVPSRPTGPVYDLRGVGQRLGEGESQRYMYRMPDPVMGVVCEMVYRRLFGESSSNMAPYRDM
NVRSRRRAMQAEESLSRVYLFLLCFMFMCLFLF*                                              
>Atha_AT4G08590                                                                 
MTRVNQLPCDCVSTAEESLTSGTCITPTHVTSLSSPLDRSGDVDPLPVSDESGGSKADESMTDADETKKRKRILSGDCEA
DENNKSDGEIASLNDGVDAFTAICEDLNCSLCNQLPDRPVTILCGHNFCLKCFDKWIDQGNQICATCRSTIPDKMAANPR
VNSSLVSVIRYVKVAKTAGVGTANFFPFTSNQDGPENAFRTKRAKIGEENAARIYVTVPFDHFGPIPAEHDPVRNQGVLV
GESWENRVECRQWGVHLPHVSCIAGQEDYGAQSVVISGGYKDDEDHGEWFLYTGRSRGRHFANEDQEFEDLNEALRVSCE
MGYPVRVVRSYKDRYSAYAPKEGVRYDGVYRIEKCWRKARFPDSFKVCRYLFVRCDNEPAPWNSDESGDRPRPLPNIPEL
ETASDLFERKESPSWDFDEAEGRWRWMKPPPANHEQRERMKMAMTCLLLFVLIILVGSSSILYQY*              
>Atha_AT4G27470                                                                 
MEGNFFIRSDAQRAHDNGFIAKQKPNLTTAPTAGQANESGCFDCNICLDTAHDPVVTLCGHLFCWPCIYKWLHVQLSSVS
VDQHQNNCPVCKSNITITSLVPLYGRGMSSPSSTFGSKKQDALSTDIPRRPAPSALRNPITSASSLNPSLQHQTLSPSFH
NHQYSPRGFTTTESTDLANAVMMSFLYPVIGMFGDLVYTRIFGTFTNTIAQPYQSQRMMQREKSLNRVSIFFLCCIILCL
LLF*                                                                            
>Atha_AT4G01023                                                                 
MSDSDEAKTSEEESQLAEQETETQEGEMTKNLKKRDLDAVEDEDSNNESSRLEKLEKKIKKETARKLETDFVLTGEEDDD
ALPLACSICQNPFLDPVVTNCNHYFCDKCALKHHTENDTCFVCNEPTLGLFDTAVEIKERIEEEREKARAMVKEVTAMLE
KASTMADDAKGVAQKVVKMVEEIETMVEKVAAMATKAGETATMAADMVKEAEETMETAKANMSKAFVVMKSVNWNV*   
>Atha_AT4G03510                                                                 
MALDQSFEDAALLGELYGEGAFCFKSKKPEPITVSVPSDDTDDSNFDCNICLDSVQEPVVTLCGHLFCWPCIHKWLDVQS
FSTSDEYQRHRQCPVCKSKVSHSTLVPLYGRGRCTTQEEGKNSVPKRPVGPVYRLEMPNSPYASTDLRLSQRVHFNSPQE
GYYPVSGVMSSNSLSYSAVLDPVMVMVGEMVATRLFGTRVMDRFAYPDTYNLAGTSGPRMRRRIMQADKSLGRIFFFFMC
CVVLCLLLF*                                                                      
>Atha_AT4G10940                                                                 
MELDFDASNLVEDEAVEVEHNGMTEIEGERCGICMDIIIDRGVLDCCQHWFCFECIDNWSTIMNLCPLCQREFQLITCVP
VFDSGESSKVDEDLVSGDEDCCIEEETDVVSSPSHYIDDTHYIDENAVVCLDGDLCKIRNTFSYIEGDSNLDTSIACDSC
DMWYHAICVGFDVENASEDTWVCPSKDTLYQF*                                               
>Atha_AT4G33940                                                                 
MSSLGSSKSLRDEMEVTTADVFPEVNAAAVTENLDRNELVLADGVVSAEERNIEPDNRGERKIESESPPEDDVCPICFGS
FTVPCRGNCGHWYCGNCILQYWNYAAISRPCKCPMCVRHITKLSPEPSLQERQEQEVKEVLDKVRRYNRLFVGGLTGFVQ
KVHELPFLVKRMVWHMMDTDVNNLYFHEVRIFAMFMSTLYTAAEFNFIPTGGFRIVTVFDYAAIAMILILRLVGIYRRRR
LAQQVRHLAAAAIEPELEQREL*                                                         
>Atha_AT4G21070                                                                 
MADTSHLERMGRELKCPICLSLYNSAVSLSCNHVFCNACIVKSMKMDATCPVCKIPYHRREIRGAPHMDSLVSIYKNMED
ASGIKLFVSQNNPSPSDKEKQVRDASVEKASDKNRQGSRKGRASKRNEYGKTKEIDVDAPGPIVMKPSSQTKKRVQLLQN
LSAESLTKPTESVETAEKPKDYTENTVIRLDEHPSLNKEGNLSPFFWLRDEDDGENSSQRTESDQLLGTTPVNVPSFSDL
MDSDHESPSKEDEQQKPNPGDMFDSEMFEWTQRPCSPEILPSPVKAKVLGRDEIDLTQKKLPKVKVASSKCKNRKAGSAR
NTVARRSIGVSQEDNMESSAAATISEQQDSRGTSGTIIRNDVNTDENVKAKRATRSKAQSTRVQSDLNVSNEADGKQGTK
RKRSSIKSSPAHPIAGPNELSLGTEIVGKGDQDQAHGPSDTHPEKRSPTEKPSLKKRGRKSNASSSLKDLSGKTQKKTSE
KKLKLDSHMISSKATQPHGNGILTAGLNQGGDKQDSRNNRKSTVGKDDHTMQVIEKCSTINKSSSGGSAHLRRCNGSLTK
KFTCAFCQCSEDTEASGEMTHYYRGEPVSADFNGGSKVIHVHKNCAEWAPNVYFNDLTIVNLDVELTRSRRISCSCCGLK
GAALGCYNKSCKNSFHVTCAKLIPECRWDNVKFVMLCPLDASIKLPCEEANSKDRKCKRTPKEPLHSQPKQVSGKANIRE
LHIKQFHGFSKKLVLSCSGLTVEEKTVIAEFAELSGVTISKNWDSTVTHVIASINENGACKRTLKFMMAILEGKWILTID
WIKACMKNTKYVSEEPYEITMDVHGIREGPYLGRQRALKKKPKLFTGLKFYIMGDFELAYKGYLQDLIVAAGGTILRRRP
VSSDDNEASTIVVFSVEPSKKKTLTQRRSDAEALAKSARARAASSSWVLDSIAGCQILVLI*                  
>Atha_AT1G57800                                                                 
MTPATQYPCDPEGVCMRCKSMPPPEESLTCGTCVTPWHVSCLLSPPETLSATLQWLCPDCSGETNPLPVSGVAAGYGSVG
SDLVAAIHSIEADETLSAEEKAKKKQQLLSGKGVVDEDDEEEKKKTSKGKKPIDVLSHFECSFCMQSLQKPVSVRVLFAL
ALMLVWFLESTPCGHNACLKCFLKWMGQGHRSCGTCRSVIPESMVTNPRINLSIVSAIRLARVSEKADARTSKVVHYVDN
EDRPDKAFTTERAKKTGNANASSGKIFVTIPRDHFGPIPAENDPVRNQGLLVGESWKGRLACRQWGAHFPHVSGIAGQAS
YGAQSVVLAGGYDDDEDHGEWFLYTGSGGRILKGNKRTNTVQAFDQVFLNFNEALRLSCKLGYPVRVVRSTKDKRSPYAP
QGGLLRYDGVYRIEKCWRIVGIQMCRFLFVRCDNEPAPWTSDEHGDRPRPLPNVPELNMATDLFERKESPSWDFDEGEDR



WRWMKPPPASKKAVKNVLDPEERKLLREAIKSANPNTMRARLLKEFKCQICQKVMTNPVTTPCAHNFCKACLESKFAGTA
LVRERGSGGRKLRSQKSVMKCPCCPTDIAEFVQNPQVNREVAEVIEKLKKQEEEENAKSLDEGQCSGTSHEEEDDEQPKK
RIKLDTDAEVSATVVESDMK*                                                           
>Atha_AT1G50410                                                                 
MDSAIDISSDSDVEIQETRTRPQHPPRIAEGSHRRDLSTLRPHFLSGSSSGANGHTKTGLTNLDSRNGFESKPLPRAEHH
THIPGNGSIVTSRIPNISVGDYEKFSSQQAFKRTHPPTFSRPPFPPRPDIGTSNGNASHFRGGAHDDLGMGRVTNGTRIL
PPSVAHGTSASPSHFNGLSDPMHRNGIGEERNSENDERLIYQAALQELNQPKSEVDLPAGLLSVPLMKHQKIALAWMFQK
ETNSLHCMGGILADDQGLGKTVSTIALILKQMHEAKLKSKNSGNQEAEALDLDADDESENAFEKPESKASNGSGVNGDSG
IKKAKGEEASTSTRKFNRKRPAAGTLIVCPASVVRQWARELDEKVTDEAKLSVLIYHGGNRTKDPIELAKYDVVMTTYAI
VSNEVPKQPLVDDDENDEKNSEKYGLASGFSINKKRKNVVGTTKKSKKKKGNNNAGDSSDPDSGTLAKVGWFRVVLDEAQ
TIKNHRTQVARACCGLRAKRRWCLSGTPIQNTIDDLYSYFRFLKYDPYAVYKSFCHQIKGPISRNSLQGYKKLQAVLRAI
MLRRTKGTLLDGQPIINLPPKTINLSQVDFSVEERSFYVKLESDSRSQFKAYAAAGTLNQNYANILLMLLRLRQACDHPQ
LVKRYNSDSVGKVSEEAVKKLPKEDLVSLLSRLESSPICCVCHDPPEDPVVTLCGHIFCYQCVSDYITGDEDTCPAPRCR
EQLAHDVVFSKSTLRSCVADDLGCSSSEDNSHDKSVFQNGEFSSSKIKAVLDILQSLSNQGTSNSTQNGQMASSSQQPND
DDDDDDDDVTIVEKTSLKSTPSNGGPIKTIIFSQWTGMLDLVELSLIENSIEFRRLDGTMSLIARDRAVKEFSNDPDVKV
MIMSLKAGNLGLNMIAACHVILLDLWWNPTTEDQAIDRAHRIGQTRPVTVTRITIKNTVEDRILALQEEKRKMVASAFGE
DHGGSSATRLTVDDLKYLFMV*                                                          
>Atha_AT1G66050                                                                 
MAIQTQLPCDGDGVCMRCQVNPPSEETLTCGTCVTPWHVSCLLPESLASSTGDWECPDCSGVVVPSAAPGTGISGPESSG
SVLVTAIRAIQADVTLTEAEKAKKRQRLMSGGGDDGVDDEEKKKLEIFCSICIQLPERPVTTPCGHNFCLKCFEKWAVGQ
GKLTCMICRSKIPRHVAKNPRINLALVSAIRLANVTKCSGEATAAKVHHIIRNQDRPDKAFTTERAVKTGKANAASGKFF
VTIPRDHFGPIPAANDVTRNQGVLVGESWEDRQECRQWGVHFPHVAGIAGQAAVGAQSVALSGGYDDDEDHGEWFLYTGS
GGRDLSGNKRVNKIQSSDQAFKNMNEALRLSCKMGYPVRVVRSWKEKRSAYAPAEGVRYDGVYRIEKCWSNVGVQGLHKM
CRYLFVRCDNEPAPWTSDEHGDRPRPLPDVPELENATDLFVRKESPSWGFDEAEGRWKWMKSPPVSRMALDTEERKKNKR
AKKGNNAMKARLLKEFSCQICRKVLSLPVTTPCAHNFCKACLEAKFAGITQLRDRSNGVRKLRAKKNIMTCPCCTTDLSE
FLQNPQVNREMMEIIENFKKSEEEAEVAESSNISEEEGEEESEPPTKKIKMDKNSVGGTSLSA*                
>Atha_AT1G74990                                                                 
MAINTITNEEDDASNNFGCNICLELAREPIVTLCGHLFCWPCLYKWLHYHSKSNHCPVCKALVKEDTLVPLYGMGKPSSD
PRSKLNSGVTVPNRPAATRTETARPRLEQRHHGSSFFGGHSSFAAMPTGLRFSNFLL*                      
>Atha_AT1G02860                                                                 
MKFCKKYEEYMQGQKEKKNLPGVGFKKLKKILKRCRRNHVPSRISFTDAINHNCSRECPVCDGTFFPELLKEMEDVVGWF
NEHAQKLLELHLASGFTKCLTWLRGNSRKKDHHGLIQEGKDLVNYALINAVAIRKILKKYDKIHESRQGQAFKTQVQKMR
IEILQSPWLCELMAFHINLKESKKESGATITSPPPPVHALFDGCALTFDDGKPLLSCELSDSVKVDIDLTCSICLDTVFD
PISLTCGHIYCYMCACSAASVNVVDGLKTAEATEKCPLCREDGVYKGAVHLDELNILLKRSCRDYWEERRKTERAERLQQ
AKEYWDYQCRSFTGI*                                                                
>Atha_AT1G03770                                                                 
MPSLKSFSAAEEEDDQLGRNSEAERFNPEAVEKEEDPDKMDEKDESGDEEDDVKRDQVEAEDEEALGEEEVSDSKERSQS
SSAGELSESEYMVVDLADICKDVQCSICLGIIRKTRTVMECLHRFCRECIDKSMRLGNNECPTCRKHCASRRSLRDDPNF
DALIAALFKNIDKFEEEELNFRQDDEARNKQIQASIAQVSQRQSKALVKRKSVGKGTAILSRSRRSGGGSRRRRNCRNIE
QDTSEANDDDDQNKRGKDSSSDEPCERQRKKRSATQPSSSNANNNDNCAGNGTEQTHQRDSRVISPVLVWNSELIAWGRG
GTRSNTRQGNNNQGAISKRNARLKRLVEYLGSLEGNSVELDIHLKLVSLDTEGLLNLHEPYLCFRPTLLVKQLREVSSLP
LYVARHLKLKAEEVELLVSKDGDTVIGNKTSTEKMQSLQDDETVAKLKVDCISSNGYMIVVYRRKQIA*           
>Atha_AT1G19310                                                                 
MSDVPSCSSGNDTNNNDSSNFECNICLDLAQDPIVTLCGHLFCWPCLYKWLHLHSQSKDCPVCKAVIEEDRLVPLYGRGK
SSADPRSKSIPGLEVPNRPSGQRPETAQPPDPNHGFAHHHGFGGFMGGFAAPMASARFGNVTLSAAFGGLIPSLFNLHFH
GFPDAAMYGAAASGGFPHGFSNPFHGGHSHMHSYQRHTGRQGQQDHHLRILLLIVFVVVVFSLFLS*             
>Atha_AT1G13195                                                                 
MYNQLAISSSSSSSSYYESLKVLEADVQHANSLAEAIPMGKNNVRLQMKLVHSNFASLLLFLLRWIDLSSSCLIPRYLNL
FHVLVYKVQSDGQPKLTTHGRKATISEFYGVILPSLQLLHSNLDELETTDIGFDLKRLSKKITKEARSSRFSNAGLEREE
ECGICLETCTKMVLPNCCHSMCIKCYRNWNLKSQSCPFCRGSMKRVNSEDLWVLAGDNDVVDTRTASREDLFRFYLYINS
LPKDYPEALFVVYYEYSNLL*                                                           
>Atha_AT1G01350                                                                 
MSDSGEPKPSQQEEPLPQPAAQETQSQQVCTFFKKPTKSKNIRKRTIDADEEDGDSKSESSILQNLKKVAKPDSKLYFSS
GPSKSSTTTSGAPERSVFHYDSSKEIQVQNDSGATATLETETDFNQDARAIRERVLKKADEALKGNKKKASDEKLYKGIH
GYTDHKAGFRREQTISSEKAGGSHGPLRASAHIRVSARFDYQPDICKDYKETGYCGYGDSCKFLHDRGDYKPGWQIEKEW
EEAEKVRKRNKAMGVEDEDDEADKDSDEDENALPFACFICREPFVDPVVTKCKHYFCEHCALKHHTKNKKCFVCNQPTMG
IFNAAHEIKKRMAEERSKAEQGL*                                                        
>Atha_AT1G24440                                                                 
MYYQLTKSSYRDSLKILEADIEHANGLAAEIPMGKSGVRLQMKLVCSNLAPFFIFLLQWMDFSCLLPRYFDFFHILIYKV
RADGRWNRSRYGRKATIREFYGVILPSLERLHINFADLPDESLWYPNPKAITKKQYDIEGSRYMNSIDLEREDECGICLE
PCTKMVLPNCCHAMCIKCYRNWNTKSESCPFCRGSIKRVNSEDLWVLTCDEDVVDPETVTKEDLLRFYLHINSLPKDYPE
AAFLVYNEYLI*                                                                    



>Atha_AT1G19680                                                                 
MGSVCCVAAKDRNVPSGAIDNSVCSPSWSFRRDNRRRVADEIKDSSNHNVGSRGIDIDKLSLGLERGPPSSETGGLATLG
SQKSADSEMGTASMVTAPLAGTSLAIRSPSDVSLASPVRVEVKNIVDSSDIVSSVLPNPSSSTSVSDLPSAHTHSLPPRS
TPSRRARGSPGQQLFRQVSDSQTLGLKSPNNYSTSEGRSSFVLSTCSNDTATGSHFASSEGGWSINAFCELVAQSQRERW
SFDNEHLGSGRRRLSGCSSSRFSCSPSVDQQTCGRCSKLLTERSPVARFDLPIPAVLACGHVYHAACLETMTNETEKYDP
TCPICTETQVTKLSRKALKAEAELKATSYKRCKNRVVDSYVRSECEDLMFQNLGKREGKGLKMDPSSNTKGSTSKSFMKW
HFGSVSTKWSKARDSTSKKSFWSRHSNKRLSHSFSSVEGLNQAT*                                   
>Atha_AT1G53490                                                                 
MRCNACWRDLEGRAISTTCGHLLCTEDASKILSNDGACPICDQVLSKSLMKPVDINPNEEWINMAMAGISPQILMKSAYR
SVMFYIAQRDLEMQYKMNRVVAQCRQKCEGMQAKFSEKMEQVHTAYQKMGKRCQMMEQEVENLTKDKQELQEKFSEKSRQ
KRKLDEMYDQLRSEYESVKRTAIQPANNFYPRHQEPDFFSNPAVNMMENRETIRKDRSFFSPATPGPKDEIWPARQNSSN
SGPFDISTDSPAIPSDLGNRRAGRGHPVYGGGGTANPQSTLRNLILSPIKRSQLSRSRPQLFTL*               
>Atha_AT1G18660                                                                 
MSNEDSLPPFTLFGLDDVENYGLVTEADNSLPLDIHNQVFQLVEKGNQSFKESRFEEAISSYSKANSIKPLDPIVLGNRS
AAYIRFGQYLKQRSASISEYKPLNGFDMSMLGELALKDADKLMSLQSSLVKSYITKACALMLLERYEVARDTILSGLQID
PFSGPLRSNLQELEKVMPNSMRKTHGMAERSDDFDCTVCLKLLYEPATTPCGHTFCRSCLFQSMDRGNKCPLCRTVIFMT
PRTCAVSVTLNNIIEKNFPEEYAERKSEQDTLVHLGNESMPLFVMDVIIPCQKLSLHIFEPRYRLMVRRIMEGNHRMGMV
ALDSATGSPVDVACEVEITECDPLPDGRFVLELESHRRCRIVKAWDQDGYRVAEVEWVKDIPPQSEQGKADLRELTTSAA
SFARSWLDRAKEAARQGDRRRLEILLNVESMIPTPQDPERFSFWLATLTDRRPSERLELLRLQDTGEVLDYRLVQIARQI
SLFHQSLSFDC*                                                                    
>Atha_AT1G66040                                                                 
MAIQTQLPCDGDGVCMRCQVTPPSEETLTCGTCVTPWHVSCLLPESLASSTGDWECPDCSGVVVPSAAPGTGISGPESSG
SVLVAAIRAIQADVTLTEAEKAKKRQRLMSGGGDDGVDDEEKKKLEIFCSICIQLPERPVTTPCGHNFCLKCFEKWAVGQ
GKLTCMICRSKIPRHVAKNPRINLALVSAIRLANVTKCSGEATAAKVHHIIRNQDRPDKAFTTERAVKTGKANAASGKFF
VTIPRDHFGPIPAANDVTRNQGVLVGESWEDRQECRQWGVHFPHVAGIAGQAAVGAQSVALSGGYDDDEDHGEWFLYTGS
GGRDLSGNKRVNKIQSSDQAFKNMNEALRLSCKMGYPVRVVRSWKEKRSAYAPAEGVRYDGVYRIEKCWSNVGVQGLHKM
CRYLFVRCDNEPAPWTSDEHGDRPRPLPDVPELENATDLFVRKESPSWGFDEAEGRWKWMKSPPVSRMALDTEERKKNKR
AKKGNNAMKARLLKEFSCQICRKVLSLPVTTPCAHNFCKACLEAKFAGITQLRDRSNGVRKLRAKKNIMTCPCCTTDLSE
FLQNPQVNREMMEIIENFKKSEEEAEVAESSNISEEEEEESEPPTKKIKMDNNSVGDTSLSA*                 
>Atha_AT1G47570                                                                 
MTTTAETGQSSGSKPSDDDAWAKLVPLDTRFSDIEIRCNDMVICSEIKPSSLEKHEWCRITKNLGQSSATIHNKSSDAIL
VDKAVVPKDGAVDIISGSEIVPGPEEQGYLQYRFTIMPAPESRTQLLQISIDPEHAKCSICLNIWHDVVTAAPCLHNFCN
GCFSEWMRRSEEKHKHVLCPQCRTTVQYVGKNHFLKNIQEEILKVDAALRRPAEDIAVLDSSASIQSNLIIGSKRKRRLN
MPAPTHEERDSLRLQCPQCVANIGGYRCEHHGAHLQCHLCQGMMPFRANLQVPLHCKGCDRPFCGAYWSSENVTQGVSGP
VCVRETFRPISERTITRIPFITHEMNRHEQDITQRCIAHMEKTVPDVVAEWLRLFNNREIDRSRMPLNHAETITASTHVC
NDCYDKLVGFLLYWFRITLPRNHLPADVAAREDCWYGYACRTQHHNEDHARKRNHVCRPTRGNHHF*             
>Atha_AT1G05120                                                                 
MELRSRNKAIRPSTEVVDLEEGTGINPDEEPYAISSDDDSIGSEFQGDEEEEEELEEVVANDDLPNPVPVLAIVNLPRAS
KKRKKPDARKEKVVLLWETWEKEQNSWIDEHMSEDVDLDQHNAVIAETAEPPSDLIMPLLRYQKEFLAWATKQEQSVAGG
ILADEMGMGKTIQAISLVLARREVDRAQFGEAAGCTLVLCPLVAVSQWLNEIARFTSPGSTKVLVYHGAKRAKNIKEFMN
YDFVLTTYSTVESEYRRNIMPSKVQCAYCSKSFYPKKLVIHLRYFCGPSAVKTAKQSKQKRKKTSDSSSQQGKEADAGED
KKLKKSKKKTKQTVEKDQLGSDDKEKSLLHSVKWNRIILDEAHYIKERRSNTARAVFALEATYRWALSGTPLQNRVGELY
SLIRFLQIRPYSYYFCKDCDCRILDYVAHQSCPHCPHNAVRHFCWWNKYVAKPITVYGSFGLGKRAMILLKHKVLKDILL
RRTKLGRAADLALPPRIITLRRDTLDVKEFDYYESLYKNSQAEFNTYIEAGTLMNNYAHIFDLLTRLRQAVDHPYLVVYS
NSSGANANLVDENKSEQECGLCHDPAEDYVVTSCAHVFCKACLIGFSASLGKVTCPTCSKLLTVDWTTKADTEHKASKTT
LKGFRASSILNRIKLDDFQTSTKIEALREEIRFMVERDGSAKAIVFSQFTSFLDLINYTLGKCGVSCVQLVGSMTMAARD
TAINKFKEDPDCRVFLMSLKAGGVALNLTVASHVFMMDPWWNPAVERQAQDRIHRIGQYKPIRVVRFIIENTVEERILRL
QKKKELVFEGTVGGSQEAIGKLTEEDMRFLFTT*                                              
>Atha_AT1G57820                                                                 
MARDIQLPCDGDGVCMRCKSNPPPEESLTCGTCVTPWHVSCLSSPPKTLASTLQWHCPDCSGEIDPLPVSGGATGFESAG
SDLVAAIRAIEADESLSTEEKAKMRQRLLSGKGVEEDDEEEKRKKKGKGKNPNLDVLSALGDNLMCSFCMQLPERPVTKP
CGHNACLKCFEKWMGQGKRTCGKCRSIIPEKMAKNPRINSSLVAAIRLAKVSKSAAATTSKVFHFISNQDRPDKAFTTER
AKKTGKANAASGKIYVTIPPDHFGPIPAENDPVRNQGLLVGESWEDRLECRQWGAHFPHVAGIAGQSTYGAQSVALSGGY
KDDEDHGEWFLYTGSGGRDLSGNKRTNKEQSFDQKFEKSNAALKLSCKLGYPVRVVRSHKEKRSAYAPEEGVRYDGVYRI
EKCWRKVGVQGSFKVCRYLFVRCDNEPAPWTSDENGDRPRPIPNIPELNMATDLFERKETPSWDFDEGEGCWKWMKPPPA
SKKSVNVLAPEERKNLRKAIKAAHSNTMRARLLKEFKCQICQQVLTLPVTTPCAHNFCKACLEAKFAGKTLVRERSTGGR
TLRSRKNVLNCPCCPTDISDFLQNPQVNREVAEVIEKLKTQEEDTAELEDEDEGECSGTTPEEDSEQPKKRIKLDTDATV
SATIR*                                                                          
>Atha_AT1G04020                                                                 
MAEFTNMLMNPWVLHLQKLELELKCPLCLKLLNRPVLLPCDHVFCDSCVHKSSQVESGCPVCKSKHPKKARRDLRFMESV
ISIYKSLNAAVSVHLPQLQIPNDCNYKNDALNNSNSPKHGESEDSEMTDKDVSKRSGGTDSSSRDGSPLPTSEESDPRPK
HQDWTEKQLSDHLLLYEFESEYDAANHTPESYTEQAAKNVRDITASEQPSNAARKRICGDSFIQESSPNPKTQDPTLLRL



MESLRSDDPTDYVKAQNHQQLPKSHTEQDSKRKRDITASDAMENHLKVPKRENNLMQKSADIDCNGKCSANSDDQLSEKI
SKALEQTSSNITICGFCQSARVSEATGEMLHYSRGRPVDGDDIFRSNVIHVHSACIEWAPQVYYEGDTVKNLKAELARGM
KIKCTKCSLKGAALGCFVKSCRRSYHVPCAREISRCRWDYEDFLLLCPAHSSVKFPNEKSGHRVSRAEPLPKINPAELCS
LEQTPAFTKELVLCGSALSKSDKKLMESLAVRFNATISRYWNPSVTHVIASTDEKGACTRTLKVLMGILNGKWIINAAWM
KASLKASQPVDEEPFEIQIDTQGCQDGPKTARLRAETNKPKLFEGLKFYFFGDFYKGYKEDLQNLVKVAGGTILNTEDEL
GAESSNNVNDQRSSSIVVYNIDPPHGCALGEEVTIIWQRANDAEALASQTGSRLVGHTWVLESIAGYKLHPVIG*     
>Atha_AT1G61140                                                                 
MGEEGSMFGLGGEFPVDDCDGGFEFEDDDETIDIETLYRILDEKPDSAEGSQENLSPVGSSADELKDSQLLNGSFDEHVK
MEAGLSPSPAHTCSASLKDWFSLSQGEQPVETCGVSQSEMTSCSISSSFSDPDGNMMAFNPVNCDVDTVSKQDDKIIDSK
SMLTPYFDNVTGYGVGLGANHNSSAMSVFFNNSNSLSDSADNYVSSAQDCYNTSGTSLSDHTPNSVQNFAFEFFPNKEEA
VNDVESGVSESQSDGASRMIFDRHGRVDNGSLERKPPIDFSSARGISFKFESNPSVSPACVKPYNSFDSHLADSDLDRPN
NYSCSFQDNKTVHVKVKPEAESEKVVYSSVPGEFSVRDDAYLSGETNRWWSGASSSAVSYQTDIEKGYSYMAPQTALPSQ
DSGKISSNHFYDSDTCLQYVVEDPSPVTQNNEYKDFQIQQGDREYIQPRGIDSQFSNASFESVQSHSSECISDSDDDSDV
CIIEPYGQSAIPHRPLAMKMPVVSSEYSTVSHNFNQSGGLKLQSNKENMIFQAALQDLTQPNSEAILPDGVLTVPLLRHQ
RIALSWMAQKETSGFPCSGGILADDQGLGKTVSTIALILKERSKPAQACEESTKKEIFDLESETGECAPLKPSGRSKHFE
HSQLLSNENKVGGDSVGKVTGRPAAGTLVVCPTSVMRQWADELHKKVTSEANLSVLVYHGSSRTKDPHELAKYDVVVTTF
SIVSMEVPKQPLVDDEDEEKDGVHDGGTAATGFCSNKKRKYPPDSKKKGSKKKKVEFLSGPLAKVSWFRVVLDEAQSIKN
YKTQVARACWGLRAKRRWCLSGTPIQNSIDDLYSYFRFLKYDPYSSYVLFCSTIKNPITRNPVKGYQKLQAILKTVMLRR
TKGSLLDGKPIISLPPKSIELRKVDFTVEERDFYSKLEAESRTQFREYAEAGTVKQNYVNILLMLLRLRQACDHPLLVNG
EYSFTWESSVGLAKKQIQSDASLAICGICNDAPEDAVASVCGHVFCKQCIYERLTGDSNHCPFANCNVRLTISSLSSKTR
LDDAMPDMQERATSNSLSPCSDEDLPYGSSKIKAALEILQSLPKAHDLTDSNQISENREYSGLSITPVKNEGMSVDVPIK
VAGEKAIVFSQWTKMLNLLEASLVSSHIQYRRLDGTMSVAARDKAVQDFNTLPEVTVMIMSLKAASLGLNMVAACHVLML
DLWWNPTTEDQAIDRAHRIGQTRPVTVVRFTVKDTVEDRILALQQKKRMMVASAFGEDEKGSRQSHLTVEDLSYLFMADS
*                                                                               
>Atha_AT3G58030                                                                 
MGEELADTMNLDLNLGPGPESDLQPAPNETVNLADWTNDPPERSSEAVTRIRTRHRTRFRQLNLPIPVLSETHTMAIELN
QLMGNSVNRAAMQTGEGSERGNEDLKMCENGDGALGDGVLDKKADVEKSSGSDGNFFDCNICLDLSKEPVLTCCGHLYCW
PCLYQWLQISDAKECPVCKGEVTSKTVTPIYGRGNHKREIEESLDTKVPMRPHARRIESLRNTIQRSPFTIPMEEMIRRI
QNRFDRDSTPVPDFSNREASERVNDRANSILNRLMTSRGVRSEQNQASAAAAAIVAASEDIDLNPNIAPDLEGESNTRFH
PLLIRRQLQSHRVARISTFTSALSSAERLVDAYFRTHPLGRNHQEQNHHAPVVVDDRDSFSSIAAVINSESQVDTAVEID
SMALSTSSSRRRNENGSRVSDVDSADSRPPRRRRFT*                                           
>Atha_AT3G24800                                                                 
MAETMKDITMKNDESQEEEIPDQFLCCVCLELLYKPIVLSCGHLSCFWCVHKSMNGFRESHCPICRDPYVHFPSVCQKLY
FLLKKMYPLAHKKREEQVLKEEQERECFSPQIDLVLDLSVCSGDSLNVSDKQKVEECSNAANLLSSSSSRGDIPCIPKNQ
EPTDAKALNVHENELLKDNKVSKQISKDDLLCSACKELLVRPVVLNCGHVYCEGCVVDMAEESEKIKCQECNVCDPRGFP
KVCLILEQLLEENFPEEYNSRSSKVQKTLAHNSKGNIQSYLKEGPSLSNDNNNDDPWLANPGSNVHFGAGCDSCGVYPII
GDRYRCKDCKEEIGYDLCKDCYETPSKVPGRFNQQHTPDHRLELARSPQVLINFNSIGILLGPVISNEGMDTDEGEEGPP
GSSNESSSTE*                                                                     
>Atha_AT3G27330                                                                 
MKVRRKLGGGCGGDVVVSWRTFFWFVILFVFSFVLFSTMFIFKGKFRPVVRSTISFSTAVTARAVFRESISSSPAVTIRE
AVKLPEQTLVFLKYPQSRRLFTKDDLICVFSGSSKLRKVYPTAVDRDKFGGQIVRCPETPRGYTISLAVSRWTTDDHLPA
GPTHRYDWLVYDAVIDYDNSTVVFVKGLNLRPGRVADVSRYECVYGWDFAKHNRLIRSDVITAAQEIVRCRTPLAVLDGP
KAARGPVKVSVRIKGGTGMLPSIAQPVRIINPPRKKPFQMCVCTMTRNAAAVLREWVMYHAGIGVQRWFIYDNNSDDDII
AEIENLERRGYNISRHFWPWIKTQEAGFSNCAIRAKSDCDWIAFIDVDEFFYIPSGETLTSVIRNYTTTDSIGEIRTPCH
SFGPSGLRSRPRSGVTSGYTCRVVLPERHKSIIRPEAMNATLINVVHHFHLRDGFTFADMDKDIMVINHYKYQVWEVFKE
KFYRRVATYVADWQNEENVGSRDRAPGLGTRPVEPSDWAERFCEVNDTGLRDQVFEKFKDKKTQRLVWEKAEEDDNIQRM
VSETPLRVTNRSGDGSNGSKEVSIAREKNGENAEIFISPRFKSAAAMAGWDEEDLIIASFVVDDTPERSSSKRRRRSNLL
FKSTPPSGSSRRNQRVKQSLVPLPVIDLDKVIRHEEEKSAEKKKKKREMETETKEEKKIDKDEKSLSDHVVLPCIDKLRD
ELSCAICLEICFEPSTTTCGHSFCKKCLRSAADKCGRKCPKCRQLIGNGRYCTVNTVLWNTIQLLFPKEVEAQRAASANL
KGKETPSPRNPNQRLRSRNRETALFQERLQREDISRLLVSEERSERSERRRRSTSMRLDQNRDAALAMRLQRQEFASAFG
ATTAETSSSSVSTLSRARANLQAMASRAVRRQG*                                              
>Atha_AT3G20010                                                                 
MDSAIEISSGSDSDDEVPPQPVWPQTRTRMDPTWLSRRPLPTVDSHARAEHTNQAPPNGASSDTSRPGVSKPFTGNGNTV
NSRISSGSGADYVRLSSEQALKRTLPPSFNSPPLPARSGTNNISNASGSRVGVDYERPLSQQALKRTLPPSFNPPPLPSR
SGTNNIRNAGGSRFGADYSHPAVSAVGNKSTFGDHYSGAHAEIGIQRGVNGVRILPPSLTHGTSASVLHHAGSSDPMHRF
GGGEDRNPDNDERLVYQAALQVLNQPMTESDLPPGTLSVPLMRHQKIALAWMFQKETSSFNCPGGILADDQGLGKTVSTI
ALILKQKIVSQLKSESSCKQETEALVLDADDESDNAKHESGSHVKPELKVSSNSETSVLSACGNDENDSSDMEKAEDEEA
NSSTRAFQWKRPAAGTLIVCPASVVRQWARELDEKVSEESKLSVLVYHGSNRTKDPNELAEYDVVVTTYAIVTNEAPNKF
LVDEDENDEKNTDRYGLASGFSNNKKRKVVVGASKKSKRRGRKSTNDTSSEPDCGPLGKVGWFRIVLDEAQTIKNYRTQM
ARSCCTLRAKRRWCLSGTPIQNTIDDLYSYFRFLRYDPYAVYKSFYSTIKVPISRNSCQGYKKLQAVLRAIMLRRTKGTL
LDGKPIINLPPKVVNLSQVDFSVAERSFYKKLEADSRSQFKAYADAGTLSQNYANILLLLLRLRQACDHPQLVKRYNSDP
VGKVSEAAVRRLPREARSRLINRLESSSAICYECNEPPEKPVVTLCGHIFCYECVLEYITGDENTCPVPRCKQQLARDVV



FSESSLRNCTSDDSGCSSSHDNGLDRSVFQKRDFCSSKIKAVLDILQSLSQPDSPNSAQHGQMPSSSRPYDDDDVTIVEP
MRLHSSSPSQGAVKTIIFSQWTGMLDLVELRILESGIEFRRLDGTMSLAARDRAVKEFSKKPDVKVMLMSLKAGNLGLNM
VAACHVILLDLWWNPTTEDQAIDRAHRIGQTRPVTVTRITIKDTVEDRILKLQEEKRTMVASAFGEEHGGSSATRLTVDD
LKYLFMV*                                                                        
>Atha_AT3G04460                                                                 
MLFQVGGEGTRPTFFEMAAAQQLPASLRAALTYSLGVFALRRSFLHKILDYEDEFFAALMLILEGHSLRTTDGSFAESLY
GLRRKSARLRLRKDSARKDSSEEVQHSGLEKRQRILSVVFLVVLPYFKSKLHAIYNKEREARLRESLWGAEDQGFDEADF
FTGDDSIVSREPSGNEELSVRVQLATKIKKFIAVCYPWIHASSEGLSFTYQLLYLLDATGFYSLGLQALGIQVCRATGQE
LMDTSSRISKIRNHERERLRGPPWLKTVQGALLSCSYAVLDYAQTGLIAAVFIFKMMEWWYQSAEERLSAPTVYPPPPPP
PAPKMAKEGIPLPPDRSLCALCLQKRANPSVVTVSGFVFCYSCVFKYVSKYKRCPVTLIPASVDQIRRLFQDT*      
>Atha_AT3G07200                                                                 
MASRVVRTSMRLRRRDGVTQNEHQGDQQVADQAPTVPQIVATPPRINVVAIEDDDDVVESTASAFAQAKNKSRSARRGSQ
VVDVESAGANRSTRRRSDQTSVDSVELNKPRKSKAVAPPVEEPKFSCPICLCPFTQEVSTKCGHIFCKKCIKNALSLQAK
CPTCRKKITVKDLIRVFLPTTR*                                                         
>Atha_AT5G06420                                                                 
MEPFVVKENIVASASSPMKKRRIDHTESADGSAINASNSSSIGGNDTVMNMAEFGNDNSNNQESQQVCTFFKKPTKSKNI
RKRTIDADEEDGDSKSESSILQNLKKVAKPDSNLYFSSGPSTRTSGAPERPVFHYDSSKEIQVQNDSGATATLETETDFN
QDARAIRERVLKKADHALKGNKKKASDEKLYKGIHGYTDHKAGFRREQTISSEKAGGSHGPLRASAHIRVSARFDYQPDI
CKDYKETGYCGYGDSCKFLHDRGDYKPGWQIEKEWEEAEKVRKRNKAMGVEDDDDEADKDSDEDENALPFACFICREPFL
DPVVTKCKHYFCEHCALKHHTKNKKCFVCNQPTMGIFNAAHEIKKRMAEERSKAEQGL*                     
>Atha_AT5G18260                                                                 
MSDESPAFALHSGSSRQRKSLEFRFQQSPRWAPYSSASDGNEQKTSLVNNSLTRPNSSNPQCLNEENGFDRDSTAISTSF
RSLLSLSESSVPWETPTNNQSSSLTHCSYPRVFCNPVSVCENPEPDHTQEDSSTNPGSSIMMSTRNHQGSPVEEEVSPNS
SSNDMLLDVERSNDTEVANPRSEQGSMTHQRCGICKKLLSQKSPWSSYKILRSRDMPATGVFPCHHVYHVECLDKATPTA
QTRDPSCPVCSNTIGVMEQPLIAPETLQMALRSLRRSRTALELETVRVPSNDNQRRHNTRRSHKWDKLSCCLNISFSSSS
*                                                                               
>Atha_AT5G43530                                                                 
MAIVDDAEMRLTESEAVSSSDDRKIVADTPDFIDESSLVIRTTTGVRISALPAEQSLVDSDGSNSEVTLPAKDEVISDGF
TCVNKEIVESDSFREQNLEIGEPDLDVENRKEAMIIDSIENSVVEIVSSASGDDCNVKVEVVEPELLVENLVVAKEEEEM
IVDSIEDSVVEIVSTASGCDCNVKVEVVDPELCVDNLVVVKEEEMIADSIAESVVETVSRGLDYECVDVKVKEEPDLGTK
LEEDSVFPNVLEKKDEVIKVLEDQPSEINKKLEQENDDLFSSGDSDGTSAKRRKMEMESYAPVGVESCILAPTPLRVVKP
EKLDTPEVIDLESEKSYTHVKMEPVEEIKVEAVKMSSQVEDVKFSREQKSVYVKKEPVGARKVKVEDGDFPVEKDWYLVG
RSLVTATSTSKGRKLEDNEIVNFTFSSVAKWKVPNIVRFSTKRCGEIGRLPMEWSNWAVSLLRSGKVKMLGRCVAAPPFL
TMMQEIMLYVSFYIHSSIFTDVSKSTWRIGSSPNLESTLHPLLQLFKHLTIKPYQKAEFTPEELNSRKRSLNLEDDYDER
AALLAIAKRRKGCQQSLEQNKDEEEAPESYMNRVVGAADSYNLEEMEAPSTLTCNLRPYQKQALYWMSESEKGIDVEKAA
ETLHPCWEAYRICDERAPSIYLNIFSGEATIQFPTATQMARGGILADAMGLGKTVMTIALILARPGRGNPENEDVLVADV
NADKRNRKEIHMALTTVKAKGGTLIICPMALLSQWKDELETHSKPDTVSVLVYYGGDRTHDAKAIASHDVVLTTYGVLTS
AYKQDMANSIFHRIDWYRIVLDEAHTIKSWKTQAAKATFELSSHCRWCLTGTPLQNKLEDLYSLLCFLHVEPWCNWAWWS
KLIQKPYENGDPRGLKLIKAILRPLMLRRTKETRDKEGSLILELPPTDVQVIECEQSEAERDFYTALFKRSKVQFDQFVA
QGKVLHNYANILELLLRLRQCCNHPFLVMSRADSQQYADLDSLARRFLDNNPDSVSQNAPSRAYIEEVIQDLRDGNSKEC
PICLESADDPVLTPCAHRMCRECLLTSWRSPSCGLCPICRTILKRTELISCPTDSIFRVDVVKNWKESSKVSELLKCLEK
IKKSGSGEKSIVFSQWTSFLDLLEIPLRRRGFEFLRFDGKLAQKGREKVLKEFNETKQKTILLMSLKAGGVGLNLTAASS
VFLMDPWWNPAVEEQAIMRIHRIGQKRTVFVRRFIVKDTVEERMQQVQARKQRMIAGALTDEEVRSARLEELKMLFR*  
>Atha_AT5G01520                                                                 
MRKSFKDSLKALEADIQFANTLASEYPEEYDGGYVQMRLSYSPAAHLFLFLLQWTDCHFAGALGLLRILIYKAYVDGKTT
MSLHERKTSIREFYDVLFPSLLQLHGGITDVEERKQKEICDKRYRKKDRTDKGKMSEIDLEREEECGICLEIRNKVVLPT
CNHSMCINCYRNWRARSQSCPFCRGSLKRVNSGDLWIYTCSAEIADLPAIYKENLKRLLIYIDKLPLVTSDPNLVPYAPL
PR*                                                                             
>Atha_AT5G05130                                                                 
MAQFLRRFSSSPMANEDEFQSPVEPSQQQSQDCVSESYLIGFVIANIVGLKYYSGRINGREMVGLVREPLNVYDNNAIRV
LNTRSEQVGHIERTVAAVLAPMIDSHTIVVEGIVPNTRSNSNRYRIPCQIHVFAKLEASSTVKSTISRGGLVLISESDTS
FGLSEAVVVKEQMGNGDKRSVDKIFKLVDENVKLMGKLVAAEPPREVIKSELFAHQKEGLGWLLHREKSGELPPFWEEKD
GEFLNTLTNYRSDKRPDPLRGGVFADDMGLGKTLTLLSLIAFDRYGNASTSTPTEEPLDGEGDKIEKKGKKRGRGKSSES
VTRKKLKTDDVVGMNVSQKTTLIVCPPSVISAWITQLEEHTVPGILKVYMYHGGERTDDVNELMKYDIVLTTYGTLAVEE
SWEDSPVKKMEWLRIILDEAHTIKNANAQQSRVVCKLKASRRWAVTGTPIQNGSFDLYSLMAFLRFEPFSIKSYWQSLIQ
RPLGQGNKKGLSRLQVLMATISLRRTKEKSLIGLPPKTVETCYVELSPEERQLYDHMEGEAKGVVQNLINNGSLMRNYST
VLSIILRLRQLCDDMSLCPPELRSFTTSTSVEDVTDKPELLQKLVAALQDGEDFDCPICISPPTNIIITRCAHIFCRACI
LQTLQRSKPLCPLCRGSLTQSDLYNAPPPPPDSSNTDGEDAKSSTKSSKVSALLSLLMASRQENPNTKSVVFSQFRKMLL
LLETPLKAAGFTILRLDGAMTVKKRTQVIGEFGNPELTGPVVLLASLKASGTGINLTAASRVYLFDPWWNPAVEEQAMDR
IHRIGQKQEVKMIRMIARNSIEERVLELQQKKKNLANEAFKRRQKKDEREVNVEDVVALMSL*                 
>Atha_AT5G38895                                                                 
MAYGSKGRRRQRRERKDRYYSGNFILHFFDEPEKSSILELVNTGKFLGFLLLLDFLRSLSQRRNKSFAPRRERKDSGLRE



LVKIFCEIGFPLSFSVKFESIDFEDMGAFCCCFQVDLFESYVNPNTSITRNCPCLNCFLQSFMDLYASLFSRGGMHPIPS
TVETATVMNSTTALDDSLSSVYHSPPTPLPYDADPRYFRFVKGSSHSGEESEPLRGDTEMSSEALGDGGAKWSKSDSEDG
SKEVYTKGSSTFTKSKTMPGIEVYYADSDDEDICPTCLDDYTLENPKIITKCSHHFHLSCIYEWMERSETCPVCGKVMAF
DENETS*                                                                         
>Atha_AT5G22750                                                                 
MGTKVSDDLVSTVRSVVGSDYSDMDIIRALHMANHDPTAAINIIFDTPSFAKPDVATPTPSGSNGGKRVDSGLKGCTFGD
SGSVGANHRVEEENESVNGGGEESVSGNEWWFVGCSELAGLSTCKGRKLKSGDELVFTFPHSKGLKPETTPGKRGFGRGR
PALRGASDIVRFSTKDSGEIGRIPNEWARCLLPLVRDKKIRIEGSCKSAPEALSIMDTILLSVSVYINSSMFQKHSATSF
KTASNTAEESMFHPLPNLFRLLGLIPFKKAEFTPEDFYSKKRPLSSKDGSAIPTSLLQLNKVKNMNQDANGDENEQCISD
GDLDNIVGVGDSSGLKEMETPHTLLCELRPYQKQALHWMTQLEKGNCTDEAATMLHPCWEAYCLADKRELVVYLNSFTGD
ATIHFPSTLQMARGGILADAMGLGKTVMTISLLLAHSWKAASTGFLCPNYEGDKVISSSVDDLTSPPVKATKFLGFDKRL
LEQKSVLQNGGNLIVCPMTLLGQWKTEIEMHAKPGSLSVYVHYGQSRPKDAKLLSQSDVVITTYGVLTSEFSQENSADHE
GIYAVRWFRIVLDEAHTIKNSKSQISLAAAALVADRRWCLTGTPIQNNLEDLYSLLRFLRIEPWGTWAWWNKLVQKPFEE
GDERGLKLVQSILKPIMLRRTKSSTDREGRPILVLPPADARVIYCELSESERDFYDALFKRSKVKFDQFVEQGKVLHNYA
SILELLLRLRQCCDHPFLVMSRGDTAEYSDLNKLSKRFLSGKSSGLEREGKDVPSEAFVQEVVEELRKGEQGECPICLEA
LEDAVLTPCAHRLCRECLLASWRNSTSGLCPVCRNTVSKQELITAPTESRFQVDVEKNWVESSKITALLEELEGLRSSGS
KSILFSQWTAFLDLLQIPLSRNNFSFVRLDGTLSQQQREKVLKEFSEDGSILVLLMSLKAGGVGINLTAASNAFVMDPWW
NPAVEEQAVMRIHRIGQTKEVKIRRFIVKGTVEERMEAVQARKQRMISGALTDQEVRSARIEELKMLFT*          
>Atha_AT5G39550                                                                 
MAIETQLPCDGDGVCMRCQVNPPSEETLTCGTCVTPWHVPCLLPESLASSTGEWECPDCSGVVVPSAAPGTGNARPESSG
SVLVAAIRAIQADETLTEAEKAKKRQKLMSGGGDDGVDEEEKKKLEIFCSICIQLPERPITTPCGHNFCLKCFEKWAVGQ
GKLTCMICRSKIPRHVAKNPRINLALVSAIRLANVTKCSVEATAAKVHHIIRNQDRPEKAFTTERAVKTGKANAASGKFF
VTIPRDHFGPIPAENDVTRKQGVLVGESWEDRQECRQWGAHFPHIAGIAGQSAVGAQSVALSGGYDDDEDHGEWFLYTGS
GGRDLSGNKRINKKQSSDQAFKNMNESLRLSCKMGYPVRVVRSWKEKRSAYAPAEGVRYDGVYRIEKCWSNVGVQGSFKV
CRYLFVRCDNEPAPWTSDEHGDRPRPLPNVPELETAADLFVRKESPSWDFDEAEGRWKWMKSPPVSRMALDPEERKKNKR
AKNTMKARLLKEFSCQICREVLSLPVTTPCAHNFCKACLEAKFAGITQLRERSNGGRKLRAKKNIMTCPCCTTDLSEFLQ
NPQVNREMMEIIENFKKSEEEADASISEEEEEESEPPTKKIKMDNNSVGGSGTSLSA*                      
>Mgut_mgv1a005672m                                                              
METPNRDALDSASQGSNGVGTSRIFRSRAIRFLRSPISSLLEYSGVLRDRPDYPFSEAYPLIPESTGANFNQNPRRSEPL
NRNDAVDGGGTSNSGGSNNCAEVSIRIIGEQESVGGANNSDSGVNGVGLGAGESTVGAGDVNRNGNGNGNSNDDNNNREA
SSSERYDIQQAARWIEQILPFSLLLLVVFIRQHLQGFVVTIYSTAILFKSNDILRNQTALKGERKITILVGSSVFFMIHI
FGTYWWHRRDDLFYPLIMIPPKSIPPFWHAIFIILINDTMARQTAMVFKLVLLMYYKNGRGQSFRRQGQMLTLVEYTLLL
YRALLPAPVWYRFFMNKDYGSLFSSLITGLYLTFKLTSIVEKVQSFVTALKALSKKEVHYGSHATSEQVSAAGDMCAICQ
EKMHVPIFLRCKHIFCEDCVSEWWAAGIMQLDHSGLVDYLSKNKLDLVMASWAFHQFRVRKRENMPVMQGSGQTC*    
>Mgut_mgv1a007535m                                                              
MGAACCIAAKDRTITNGSPVETLQRHSRNSPTWSFRWDNRGRVAEEETPANWLHNDGGAKTGTSVETVFASEEGSPLDSF
RSLAWHKSPVSERNGGISMPQSSDQAISQNIVEVKESRGSPTVSYPSPMKLSPSVPSVSSTSASPLSSQSHLLHPNSTPS
RWHNHRSPRHRLLRQVSDSRIIPEYKSPTFSICEGNESSTRGSNGGSSDSWSIPLATTRRERWSFDSESFTRSSELNFRS
PSFELQTCGICTKLLIERSKIMSANDLAVVSVLTCGHVYHGECLETMTPEIDKYDPACPICTFGEKRAVKMSEKVLKSEL
DSKARKKFRKRAVVDSDVSGDVMYRKSGVDPKMCSSSSMKSSSSSIGKPFLKRHFSFGSKTSRSFSDNQSTPRKGFFWAR
SSKS*                                                                           
>Mgut_mgv1a001113m                                                              
MHSSHQPLKRALPPSLQPSTSNFRPNNLLENVGPSEIRDPYGKSHESSAWSNSSNGNNSMKENFISGSGNDSSLYEKRGN
RLLPPSMMPGKHSSSTPYSGSNDSFHHTGVGEERPAGADERFVFQAAVQDLHQPKVEARLPEGLLSVSLLRHQKIALAWM
LNKESSGLCLGGILADDQGLGKTVSMIALMQMQKVLEAKSKPKDSPNTVIEALNLDDDDGSSGCVAVGDANQQIKESDDF
AINTIKDFRSRRPTAGTLIVCPASVLRQWARELDEKVTKEARISTLIYHGGSRTKDAAKLARYDAVLTTYAIVANEVPKQ
PLVDEDGTEQKDGDQFGLSSAFSMEKKRKKSSVNNKSKKGKKEIDMSAFDSNCGTLARVKWSRVILDESQTIKNHRTQVA
RACCSLRAKRRWCLSGTPIQNSIDELFSYFRFLRYDPYDKYKTFGSSIKALISRDSVKGYKKLQVVLRNIMLRRTKGTLL
DGEPIINLPPKRVHLTRVEFSLEERAFYSKLEADSRKQFKAYAAAGTVNQNYANILLMLLRLRQACDHPLLVKGLSSDPV
GKVSSQMAQMLPRELLVNLLKQLETSLAICLVCRDPPENAVVTMCGHVFCYQCVADHLTGEDNTCPAPECKEQLGADVVY
SRSTLLRCMSDDIDGDTAAPYELSDKSTVLQRDYISSKIKSALEIIKTHCISKSLSSESCDLVKYDGDASSSAGPCLNSE
NKEPEKAIVFSQWTSMLDLVEMSLKNSRIRYRRLDGTMSIAARDKAVKDFNTDPEVDVMLMSLKAGNLGLNMVAACRVIL
LDLWWNPTTEDQAVDRAHRIGQTRPVTVSRLTIKDTVEDRILALQEDKRKMVASAFGEDPSGGHVTRLTMEDIRFLFEGS
DARRH*                                                                          
>Mgut_mgv1a010723m                                                              
MPQRHSKNNNDLAFFTYDEKRKLGYGTQKERLGRDSIKPFDACSLCLKPFIEPMSCLKGHVFCKECILECLLAQKKDIHR
KQAAHSAQQKQEKEEEEEKLTLQKARELDAFDQQNHSAVPQYTGKNYNRDKNGFQGANSVKATSYEEEALRTMKAFWLPS
ATPQAPKKVDAPSTDTCCPEGSEKLRLKTLFPISFTEDKTEQKRACSLDKTYICPSCKVTLTNTLPLVALNSCGHVFCKK
CADNFMAVDKVCLVCDRPCKERNLINLAKGGTGFAGHGDHLEATEFKHLGSGSGLGLVRPAMKT*               
>Mgut_mgv1a006047m                                                              
MPVQKRPRETPTPPSSPPPPPPPLEVDKADDSLQGGDNRNHEQHENASDSDETSYSSDGEKDEFISVKLSEIRKDVQCPI
CLGIIRKTRTVMECLHRFCRECIDKSMRLGNNECPACRTHCASRRSLRDDPNYDALISALYPDIDKYEEEESAFHEEEKA



RNKQIQDSIAQTFRRQAEALGKKRPSAKAAAAAATTSDRRQGHNRNLRGRRNQRVVEHHISDDDEEEEDGTNGQDDNSKD
SSSSEEHSPELVKLRKYKRSRVSLTSQPSPQANADEGCNNNDEDEDSDKDKESLGASAALVHSRKILGWGRGGARSNTRH
GGLNWANGRLSKPNRLSKFVNHLRSLHEDAEFKISLMLVSLHEKIPNLKRPYLCCSHTSSVRHLCQYIAMQTSVEASEIE
MLVIKDYHRPKGSSVLNPCHNNELQLLNDDQTLDEINTKFTQRNLVLAYRRKENGGEGN*                    
>Mgut_mgv1a006261m                                                              
MPVQKRPRETPTPPSSPPPPPPPLEVDKADDSLQGGDNRNHEQHENASDSDETSYSSDGEKDEFISVKLSEIRKDVQCPI
CLGIIRKTRTVMECLHRFCRECIDKSMRLGNNECPACRTHCASRRSLRDDPNYDALISALYPDIDKYEEEESAFHEEEKA
RNKQIQDSIAQTFRRQAEALGKKRPSAKAAAAAATTSDRRQGHNRNLRGRRNQRVVEHHISDDDEEEEDGTNGQDDNSKD
SSSSEEHSPELVKLRKYKRSRVSLTSQPSPQANADEGCNNNDEDEDSDKDKESLGASAALVHSRKILGWGRGGARSNTRH
GGLNWANGRLSKPNRLSKFVNHLRSLHEDAEFKISLMLVSLHEKIPNLKRPYLCCSHTSSVRHLCQYIAMQTSVEASEIE
MLVIKDYHRPKGSSVLNPCHNNELQLLNDDQTLDEINTKFTQRNLVRHYL*                             
>Mgut_mgv1a023690m                                                              
MEHKWKKLPVVVESNPYSGFECNICLDLVQDPVVTFCGHLYCWPCIYRWISFGEDDDDDDQDPLTVEYDQKQPHYCPVCK
TEVSEKTVIPVYGRGRQNTNSSKAGLDRINIPERPPSPNSALVHHHRNNYNLVRPFGGSYINLGRSRHLVDPMIGMFGEM
VYSRIFGNSGTTSSLYTYPDSYRGLAGSTSPRFQRYMMENDKSLGRVCLFLSCCVILCLLLF*                 
>Mgut_mgv1a019741m                                                              
MNWKNYTILNEKGIRHLQNNDISKVSTHLSVSKGVACTLLLRNNWSTNSVFDEWFSDEEKVRESVGLLPEQPPPDNNLCK
ICFERIEVENMLSGPCGHPFCTNCWKSYVAVSINDGPGCLGLRCPELECKTNPGLELIDSLASDYDKDRYYRYLLRSYVE
GSRKRKWCQGPGCDLAVQFHSKDPGNYDVVCDCSYGFCWNCLEERHHPVGCRIVNKWMKLQTSDTENNKWIRASTKQCPK
CRKKIEKNEGCDHMTCPRPCGYEFCWLCLSPWKFLHFCDKYSERRDKERRLESTRENLKRYARHYERWTWNHKSRETALD
TLRRAKKKCRLPFVIDALETIVESRKVLKWSFAYGYYLPITEKKKIAYLRNLQEDAEVALEKLQRFAEVEMVKYICADFR
SDNKEKLVDTTDEARSYVEKLVRAVENDLSEAEKRSFSEVVVKTTSCMFMVL                            
>Mgut_mgv1a002386m                                                              
MAHVSNLPCDGDGVCMVCKVKAAEGETITCKTCATPWHAACLTTPPKTLADAAQWECPDCSDLTGAAVQPAVSGGGLVEK
IRAIESDASLNDREKAKQRQELLGGGGEKEKEKKGGDGGVGCLGILGDKFNCSICMQLLEKPVSTPCGHNFCLKCFHKWV
GQQGKKTCAICRKTIPPKMAREPRINSAIVMAIRMAKYSQSSSSVGPPKASHFIHNQDRPDKAFTTERAKKSGNANACSG
KIFVTIPLDFFGPITAENDPTRNTGVVVGETWENRMDCRQWGAHFPHVAGICGQSDHGAQSVALSGGYVDDEDHGEWFLY
TGSGGRDLTGNKRTNKEQSFDQTFLKYNEALRISCRQGYPVRVVRSHKEKRSSYAPLEGVRYDGVYRIEKCWRKIGIQGF
KVCRYLFVRCDNEPAPWTSDTHGDRPRSSLPSVSELKKATDITERKGSPAWDYDEEQGRWVWKRPQPASRKAPGDYEEDS
EGNKITGKRKRKSQKGSVKQKLLKEFSCLICRKVMVQPMTTPCAHNFCKGCLEGAFAGQSFVKDRTCGGRRTLRAQKNVM
KCPSCKNDISEFLQNPQVNRELMNVIESLQDQMKEESLEAETVVEEKSDSLSNDAEDGASMDVDTNEDSVDAENKENRDV
NAEIVKPKPKPSKGKKKGSVKTPDDTPTRRVSKRNKVAAAM*                                      
>Mgut_mgv1a002368m                                                              
MGGGTTSIGAMVPTVAKSESADSAAEAAPAPPPPAIPPPQSLDASEMEQEVDKDILCPICMQTIKDAFLTACGHSFCYMC
IVTHLQNKSDCPCCSHFLTANHLYPNFLLNKLLMKNSEHQIAKTATPLEQLRLALEQGCEGSVKELESLLSLLSEKKRKM
EQEEAETNLQIMHDFLHCLRKKKLDELNEIQSDLQYIKEDIYAVERRRIELFRRRDRYSAKLRMLGDDPSSKSVWPPSLV
DEHSGGTVSRTAIMPGLGHMSSGGQKNRNSEARSSASHLIRKDNLSGSDNQNLTQSGLALVRKRRVHAQFNDLQDCYLQK
RRYWARQTPEQRERDSHGLLNREGYSEGLEDFQSVLSTFTRYSRFRVVAELRHGDLFHSANIVSSIEFDRDDELFATAGV
SRRIKIFEFASVVNEPADVQCPVAEMSTRSKLSCLSWNKYAKNQIASSDYEGIVTVWDVTTRQSVMEYEEHEKRAWSVDF
SRTEPSMLISGSDDCKVKVWCTKQEASVLNIDMKANICSVKYNPGSSIHVAVGSADHHIHYYDLRKTNQPLYVFSGHRKA
VSYVKFLSSNELASASTDNTLRLWDVKENVPLRTFRGHTNEKNFVGLTVNSEYIACGSETNEVYVYHKAISKPAAWHKFS
SDVDEGEEDTGSYFISAVCWKSESPTMLTANSQGTIKVLVLAP*                                    
>Mgut_mgv1a013043m                                                              
MGAACCCLRDDCEDFANPNSSVYRNCVFLRCFVQNFLHVYASMFRRGEEYALPSSTQGAASLNAMVSLDNSLVDMFRPPP
RPLPYDADPRYFSSHRDGLVSRRDKSSSHSHEETELLRATEGAAEEQPESFSSKGKWVEFAREEESQECHSKSPLKLSTG
KTSTGPTGYAHIYTSYDDEDVCPTCLEEYITENPKIITKCSHHFHLGCIYEWMERSENCPVCGKVMAFDETT*       
>Mgut_mgv1a027065m                                                              
MESVIATVSGYHGAERFNLIRLISQTGASYVGNMNQSVTHLVCWKFEGRKYELAKKFKISIVNHRWIEECAKKGRRVSEE
PYTFQSGEETGPLCLDTPLGIHQAKAQSKALKTSKRPVIDIECEDVNNAAWSDSILFDEIKEASTSQLADTYKLKKRSLT
SSGPHCKSRRLVKKHTGTTNTKVSPQNNNNNNIDNSVILSDSSDIEIHERASTRNAFEFSSFSSGQDNRNTRDDVEEIEY
VNDEIQNDRVHGSPSSLLAASEDLLEAFVDFTEVDPSNKQPASSELSCVICWTDFSSTRGVLPCGHRFCFSCIQNWADHM
ASRRKASTCPLCKASFICITKVEDAVSSDQKIYSQSIPHDTSKMNLYILPDETCPLANPSAAVCSRCSSREPEDLLIKCH
FCQIRCVHSYCLDPPLFPWTCVHCKDLQMLYLHSR*                                            
>Mgut_mgv1a000610m                                                              
MGNKATEDIVSTVRSIVGGEYSDMDIIRALHMAKNDPTAAINIIFDTPRSFQKHDFPKKSEPAGSNPNTEPPTVDSSAEN
NYSNRIASSDSVLRSKGSSNTSIGRNQGEGNCNADSEVEKEMGSEWWFVGNREVAGLSTCKGRILKPGDEVNFTFPVEKK
MTAPSPGKLGGGRGRHVAACSEIVRFSTSSSGEIGRIPNEWARCLLPLVRDKKVCLQGYCKSAPPVLGIMDTIVLDIRIY
INSSMFRKSQQTSLKATSSSADESIVQPLPSLFKLLGFVPFTKAQFTPGDLYTRKRPLNAEDSCLPPPSVLHLNKFKATS
SVDGKDAEPEETVSESDLNNIVGVSDSSELEELEPPGTMLCELRPYQKQALNWMIKLERGHCADDAGATLHPCWDAYRLA
DRRELVLYVNTFSGDATTEFPSTLQMARGGILADSMGLGKTIMTISLLLTHSGRGGSLSSASTSQSSTDNGGASSTSDNS
PKPPKKASKFTGFEKLMKQKAALVGGGNLIICPMTLIGQWKTEIETHAQPGNLSVYVHYGQSRSKDAKFLAQSNVVLTTY
GVLASEFSTENAEDNGGLYSVRWFRVVLDEAHTIKSSKSQVSMAAAALAADRRWCLTGTPIQNNLDDVYSLLRFLKIEPW



GSWAWWNKLVQKPFEEGDERGLKLVQSILKPIMLRRTKSSTDREGRPILVLPPADMQVIYCNLTEAENDFYEALFKKSKV
KFDQFVEQGRVLHNYASILELLLRLRQCCDHPFLVMSRGDTQEYSDLNKLARRFLKGGLDNVDGQITEAPSRAYIQEVVD
ELRKGEQGECPICLEAFEDAVLTPCAHRLCRECLLASWRSSASGLCPVCRKTITKQELITAPTDSRFQVDVEKNWVESSK
VSALMRELGSLHAGGSKSIVFSQWTAFLDLLQIPLSRSQIQFLRLDGTLNLQQRERVIKQFSEEDNIKVLLMSLKAGGVG
INLTAACNAFVMDPWWNPAVEEQAVMRIHRIGQTKKVTIKRFIVKGTVEERMEAVQARKQRMISGALTDQEVRSARLEEL
KMLFT*                                                                          
>Mgut_mgv1a008076m                                                              
MVLREATPATVDAADNSNSDAGPSGIVGVRRFPLAAQPEIMRAAEKDDQYASFVYDACRDAFRHLFGTRVAVAYQSETKL
LGQMLYYVLTTGAGKQTLGEEYCDITQVARPHGLPPTPARRSLFIFYQTAFPYIAERISSRIASLGITMDDSLSDDIIEN
TSNIQIQSSTNSGARVSTLSRLKYRFSGLWLYAVQRWPSMVPIAREFFTLILRTNLMFFYFEGLYYHLSKRAAGVRYVFI
GKPNNQRPRYQILGVFLLVQLCILAAEGLRRSNLSSLATSFQQTSLGTYQTSGGRGLPVLNEEGSLAADDSGKSTWVPEA
TSTSESQVSKCTLCLSNRQHPTATPCGHVFCWNCIMEWCNEKPECPLCRSPATHSSLVCLYHSDF*              
>Mgut_mgv1a002549m                                                              
MGDSSIGVVVPAAELQGDEALEEAEAEAEEKELMCPICMQMIKDAFLTACGHSFCYMCIVTHLQNKSDCPCCSHFLTPSQ
LFPNFLLDKLLKKTSARQLSKAASPVEQFRQSLEQGCEVSVKELDSLLSLLAEKKRKLEQEEAERNMQILLDFLHCLRKQ
KANELNEVQNDLVYVKEDLNAVERRRIELYRARERYSVKLKASDDPVRMRSRTSSMERIVGPACNSCTTKGGMTSVNMQY
KKNEGKVHINPLGSQIKDATFSGPTSQQISQSGMAVTRKKRVHAQFNELQEFYLQKRRQLVNHLETHETKDKTNITREGY
SLALEDFQSVLSTFTRYSRLRVIAELKHGDLFNSANIVSSIEFDRDDELFATAGVSRRIKVFDFSSVVNEPTDVHCPVVE
MATRSKLSCLSWNKFTKNHIASSDYDGIVTIWDVSTRQSVMEYEEHEKRAWSVDFSRTEPSMLVSGSDDCKVKVWCTNQE
ASVLNIDMKANICCVKYNPDSSKFVAVGSADHHIHYYDLRNTCHPLYVFSGHKKTVSYVKFLSSNELASASTDSTLRLWD
VKKNLPVRTFRGHTNEKNFVGLTVNSEFLSCGSETNEVFVYHKAISKQATSHKFGSPDVEDDNEEELGSYFISAVCWKSD
SPTMLAANSRGTIKVMVLAA*                                                           
>Mgut_mgv1a009713m                                                              
MQGDEADAGGAAAEEGLPVCNFFRKPAKSKNVRKRTAIQEGEDEDEDSKLGSSVVYNKKKPPAGDNKLHFSSGSQKTSKE
SEVEKSKSSVFEYESSKQIQVQNDSRATATLETETDFSRDSRAIRERVLKQAEEALKGKKKGDGDEKLYKGLHGYTDYKA
GFRREQTVSSEKAGGSHGPLRASAHIRVSARFDYQPDICKDYKETGYCGYGDSCKFMHDRGDYKSGWQLERDWDEKEKAR
KRKLAMKAEDDDEEKDSDASDEEDDENGLPFACFICREPFTDPVMTRCKHYFCEHCALKHHAKNKKCFVCNQPTNGIFNT
AFEIRKRMAAEKK*                                                                  
>Mgut_mgv1a004367m                                                              
MEDDYDYGFCSDDEEFDDRVDEDEGAQSFAEVDGDCQFSLSNGGCCKVIRKESLLAAQKGDVQRVMNFLSVKEHHARTLL
IHYRWDVDKVCTVFVEKGKEQLYAEAGVLAIEGGNISSSHCSTERTCLICFDEFHADKMTTMDCGHCFCDECWTEHFIVK
TNEGQSRRITCMADKCYTICDEGSIRNLLSARDPQLAQKFDRVLLESYIEDNKSVQWCPSVPHCGNAIRADKDEICEVEC
ACGLQFCFGCSSEAHSPCSCKMWESWTRKCSDESETVNWMQVNTKFCPKCHKPVEKNGGCNLVYCVCKQAFCWLCGGATG
TKHTWTSIEGHECGRYSEKQVKETESARNSLWRYTHYYQRYKAHMDSLKAEKNGREELQKKISALESRKLESKYYFWVSE
ASSRLTRSRQILCNSYPFAYYMFGDELFQMTSDERTINQNLFENQQQQLETNVERLSMALEDPFDEYDDEDVLEARLKAV
NLGSTVDVLCKKLYECIENELLEGVGADKQAIHKIAPYNSNGVEKASEIGI*                            
>Mgut_mgv1a025847m                                                              
MGSMKNKGLLIKYRSCFKGYNRFTNPVEHLAEDGGDMNQKNYTILNEKKIRQLQKKDISKVSKHLSISKSLACTLLRENN
WNANSVFEEWFSDEEKVGESVGLLPEQVSLNPPPPGDNLLCKICFETFKIENMSSGPCGHPFCTDCWKSYVSVSIDDGPG
CLGLRCPELECKANPGLELIDLLASKYHKDRYYRYLLRSYLEGSRKRKWCQGPGCNLAVQIRYEELENYEELKNYDVICD
CSYGFCWNCLEERHHPVGCRIVRKWMKLQTSDTDNSKWIASCTKKCPKCRKKIEKNEGCDHVTCPSPCRYEFCWLCLSPW
KLFHLCDKYNKRKDKERRLESTREKLKRYAHHSERWAWNHKSRETALDKLRLAKKYKLPFAIEALEQIVESRRVLKWSYA
YGYYLDSTEKHKVIYFRYLQGEVEGALEKLHRYAEKEIVKYAKVNFPLDDFTEFPARLVDATDVARSCTEKVVRAMANDV
SEAETR                                                                          
>Mgut_mgv1a002434m                                                              
MAQVSPQLPVDADGVCMVCKVNPPEEATLTCVSCATPWHVGCLAVIPDSMASALKFECPDCSGDGIDGGAAPTDPARRDL
FARIREIEADGSLSDKEKAMKRQQLLSGKVESDEDGKGKGVAGKEKDESNDILSVLGSTFKCSYCMELPERPVTTPCGHN
FCLKCFEKWIKQGKRTCIKCRGGIPHRMAAQPRINSTLVAAIRMARLSRSIISGGPPAVYRFLHNQDRPDKAFISERAQK
AGMANASSGRVFVTAPRDHFGPIAAENDPERNQGVLVGESWENRMEVRQWGVHYPPLSGIQGKAHYGSVSVVISGGYEDD
EDHGEWFIYTGCGGRDLSGNKRTSKEQSFDQKFKDQNQALRVSCYKGYPVRVVRSEKDRRSPYAPEKGYRYDGVYRVEQC
WIKDGIQGFKVCRFLFVRCDNDPAPWTSDEHGDRPRPLPVVRELKNAIEFSERTESPSWDYDEAECCWIWKKPPPASEED
VVYVNPEDRAEAKKRIRKAQSISVREKLLQAFCCLICKKVMSLPITTPCGHNFCKPCLENAFDGQTFLKERVCWNGRKLR
SQKNVLKCPSCPTDLSEFLQNLQVNHELMEVIEKLQAGLAEEKKERDEEGSSSKENDDSLPGGDAADLSNEEAEAENEST
LKRKSCSPSLSDEQENIEISKKRKVEPICEENTKC*                                            
>Mgut_mgv1a005834m                                                              
MSSFSASEFSLEGVDDVQDFAWEHGEGSSMSLERYSHLYDLMHKGNKAFRENRLDQAIELYSRANNIKPGDSVILSNRCA
AYLRISQFLKHRPPSASEYRPLSGLDPTTHAGLALKDAENVMSLQSNLITSYILKANALILLEKYELARDVICSGLQIDP
HSKPLVNLERSTANTFMRRSHVKPQRTDDYDCTLCLKLLYEPITTPCGHSFCRSCLFQSMDRGNRCPLCRTVLFISPRTC
STSVTLNNIIQKNFPEEYAERKSEHESLTNPGVDLLPLFVMDVILPCQKFQLNIFEPRYRLMAAVNSSTGLIADYACEVE
ITDCEPLPDGRFFLEVESRRRCLIIRNWDQDGYRIAEVEWVEDSYPPEGTERNDLLEMTHKAAAFARQWIKDAQKAAQGD
RVRLAELFKAEGLMPPTRDPERFSFWLATLTNLRPSERLDLLQIRDTKERIRRGLVYMKAEEQGCRLQ*           
>Mgut_mgv1a001534m                                                              



MSAPARPNPALNGKLVGASPFLASRDPMGHSRIKANDEQVIFRVAVQDLSQPKSEATPPDGLLAVPLLKHQRIALSWMVN
KETRSACCSGGILADDQGLGKTVSTIALILKERSPSSKAPKANKEQNEAQMLSLDEDDEESLSYHVKEPREDNGGKGCLQ
SKGRPAGGTLIVCPTSVLRQWNEELHTKVTSEANISVLVYHGGNRTKDHLELAKYDVVITTYAIVSMEVPKQPVVDEKDD
PIGTPYKGFSSSKKRKLHADTNGKTPCTSKKSKKGIDNELLESISGPLAKVGWFRVVLDEAQSIKNHRTQVARACWGLRA
KRRWCLSGTPIQNAIDDLYSYFRFLRHEPYAIFKTFCEQIKAPIHRNPKDGYKKLQAVLKTIMLRRTKGTFIDGEPIINL
PPKTIELKRVDFSMEERDFYCRLEADSRAQFAEYAAAGTVKQNYVNILLMLLRLRQACDHPLLVKGLNSNSQMASSIAIA
KKLPREKHMFLLNCLEASLAICGICNDPPEDAVVTVCGHVFCNQCICEQLIGDDTQCPTKSCKTHITMSHVFSISTLRIA
ISDQQTAQNTPVCSGSELALVSKSPSINCPQGSSKIRAALQLLLNLSKPQDPALLTGPIESIEGCHSSETSHGCGSNSIV
KFVGEKAIVFSQWTRMLDLLEACLKDSSVQYRRLDGTMPVIARDRAVKDFNSLPQVTVMIMSLKAASLGLNMVAACHVIL
LDLWWNPTTEDQAIDRAHRIGQTRPVSVFRLTVKDTVEDRILALQQKKREMVASAFGEDGTGGTQTRLTVEDLKYLFRAD
*                                                                               
>Mgut_mgv1a001182m                                                              
MVEIESESEDQQDPVEAFMSLDRWPSSPVETFLVGFVIVNVVGLRHYEGIISGREIVGLVREELNPYDENAIKVLNMRSV
QVGHVERSAASVLSPLIDGGLITVEGIVPKPPGKGSRFKMPCQVHIFARIEEFERVKLAIAGGGLQLIADNNASFTLSEA
MAVKETKSTLGEKSVDEIFKLLDMKVGKQGVSEALDPPKDMIKSELFSHQKEGLGWLVSRENSCDLPPFWEEKNGVYVNE
LTNFQTDTRPDPLQGGIFADDMGLGKTLTLLSLIALDKWAHLGQSSGNINGEDEEELGEEEYNPILDKKSKRGRGSRKAD
NSRKKRKTEDLNAKEMGKRPALGESSVLEPKTTLIVCPPSVFSSWITQLEEHTRQGTFKVYMYYGERTKDATELGKHDIV
LTTYSTLASEESCEGSPIKKIEWRRVILDEAHVIKNVNTQQSRAVTNLKAKRRWAVTGTPVQNNSFDLFSLVAFLKFEPL
SMKSLWNSLIQRPLTQGDENGISRLQVLMATISLRRTKDKAMVGLPTKIIETFLVNLHEEERKVYDQMEDEAGKIVKNYI
SDESVVKNYSNVLSILLRLRQICSDLSLCPADLRALLPSSQIEDVANNPTLLQKLLLVLQDGEDFDCPICISPPTDIIIT
CCAHIFCESCILKTIKRTKPCCPMCRHPLSESDLFKAPPESCHSSTTEKGSSSRLSSKVTALLKLLSAAREARPSSKSVI
FSQFRKMLLLLEEPLKEAGFNVIRLDGSMNAKKRAQVIKDFGVPAPVGPTILLASLKASNAGINLTAASTVYLMEPWWNP
GVEEQAMDRVHRIGQKDDVKIVRLIAKDTIEERILQLQEKKRVLAKKAFGKRGQKEQREINREDLSALMNL*        
>Mgut_mgv1a007730m                                                              
MGDDNSMDDDNLMDVNLMDLDLNQEPTDQPLRRVERYGSLLNELETAHGRIEERIRQLEAVSARARQRQRWRQSRNSPEV
SYTPVETMVDVGQSAAPNENSNTLAIVERTAERGKGCKRDSSHLVAKALEIDSDAKKKCDKESGSFYDCNICLEMANEPV
LTCCGHLFCWPCFFQVSKIDSSTASNPSKECPVCKGEVSDTTVIPIYGNGGAHESAVCETESGLKIPPRPKARRVESVRQ
QRIAQGLSHVPVAEALRRIRISIGATGNRAQPNSETSGGPRIRMHQVSRVLSESAASLSSLSSALSNAERLVEDLETVIN
NRLLQNETRAFLADVINNPSARAVQTNNEAPNSTPDSNGGAAAPSSSSSSVRRRSLLSRNLDLDSRDARESRRRRLN*  
>Mgut_mgv1a013316m                                                              
MGKRKRTADNNKAPPPPPDFVPPHAPQEGDLRRSSDLTESSATQSLASIMDAMDKSVKKSPAHQSRLSHHNHPITSRHSR
HPPMGRHYSRRSSDQYPNSSPSNSKATPLMYDALTSFKLQTKKNPSAFTYRDGGERMFRKPERIRSGQYGGGVSGILRKM
ECRICKKRLRKTPFVLDNSMPLNDVSVVAVLVCGHMYHADCLEQETGHQDRWDPPCPVCAGRVS*               
>Mgut_mgv1a000144m                                                              
MGRRKQIRPHRTGEILEKQSSESELNKDNDAQPRKDEIAEEPFFVGIEKSNWVSEEHYDVSEILLLNLRVSSEFYGYKLT
DEFYGDSSFFLRFSLSNVNEHLGRIKLGHWPVLSEGNTCLQFMMKCTVDGSERDVVMVSGNVDGTDEGVTGLVHLASLKY
LTVRPILGDEFLEGMSSISVRVEILKSAFDECESLLDNTRPLWKKSMMSVMAWLRPEVLTSEARYGYNAGEHKDGDFSAS
RKQVRFEVSSFYEAIKPSKGAPMLEDDVLANLLPELRPYQRRAVYWMVKREEGDSENLDGNQRNQIVSPLCMPLNLIDTS
RRIYYNPFSGNVSLHASCCSSYVSGGILADEMGLGKTIELLSCIFTHRMPSSEVAGGSYMAIQAKRFQKNNLKRLKRERV
ECLCGAVNESYKYEGMWVQCDFCDAWQHADCVGYSVKGKISKSGEATGGQKYEEGSTGNSRNCRKRKNDTEVVEMVGEYI
CHTCSELIQATESPVASGATLVVCPTPILLQWHSEILRHTKPGSLRICIYGGVRHSSFSNEPLPDIDELLSADVVLTTYD
VLKEDLPHDSDRHEGDRRFMRYMKRYPVVPTLLTRVLWWRICLDEAQMVEGSAAAATELALRLHAKHRWCITGTPIQRKL
DDLYGLLRFLQSSPFDVLRWWTDVISNPYERGDAGARAFTHNYFKQLMWRSSKAHVWDELQLPPQEERVSWLSLSPIEEH
FYQRQHETCVDDAREVVESFKDDVRKNKTSDSGSYDTSSETYITNMDAAKLFNSLLKLRQACCHPQVGSSGLRSLQKSPM
TMDEILSVLIGKTKIEGEDALRKLVVALNGLAGIAILKQDFPEAVLLYKEALDLVKEQSDDFRLDPLLNIHIHHNLAEVL
PFTEKIFQHPNPNIISHNSLNSPSSLARNGEIINDIQPHISTYVQRLREVCEDVKQKFLSIFTSKLCLAQQEFRRSYEQV
CGAFTERKNQDTTWWLDALYHFEQNQDSSSSLIQKIGEALSGNLNKKSRISACFRSITTLKYYIQTGLDALEGSRKTLLD
RLVEIDQTMENPREEDISRVRYCKKCMANCDGPACTHCELDEIFQVYEARLFRLNKNNNGEVITSAEEAVNMQKKKSALN
QFYSNLSRDDKSSALSASDYENNGKKRNVGETVTVSKSPSDLEIVLTIIRNNSRGFLERDRISTARNQLDLLEAMRKEYA
LARSLAISQAQVLRAHDEIKMATSRLRVRENEDDKSIDALSLDELDAASVENSSEKFIAQDSLSRIKGQLRYLKGLVQSN
QNMKSESTSASTVAKAEVLSANGCIPKTVAESCPVCQEHLGSQKMVFQCGHVTCCKCLLAMTERRLIQPRKFDRMMCPTC
RQPTGFGNIALADDRQNESCCTYDKSEASITVQGSYSTKIEAVTRRILEINSADPKAKTLVFSSWNDVLDVLQHAFTANS
ISYVRMKGGRKSQIAISQFRGRKSNNANENDKNPEEEDKVATETPQVLLLLIQHGANGLNLLEAQHVILVEPLLNPAAEA
QAVGRVHRIGQEHKTLVHRFIVKDTVEESIYKMNKSRNTDSNSFISGNRKNLDQPCLTLRDVESLFRVAPPPAEEDKTPP
PPSSGSLRDLPPSVAAAIAAERRLMDMSE*                                                  
>Mgut_mgv1a025834m                                                              
MPPPPLAAAAAEEERRRALMEKPPTDDVCPICFGDFDVPCRGPCGHWYCGNCILQYWNFCYSFRPCKCPMCSQRITKLTA
EASLYQKREVEIRKILQNVDEYNRLHLGGISGLTT                                             
>Mgut_mgv1a021550m                                                              
CDSILVDGAVVLKDDETIISCGSEIIPGPEADVGAKMSKWTSKNIQRNQSSQKAIHQLEKLICYFSYEITLDPEHAKCSI
CLNIWHDVVTIAPCLHNFCNGCFSEWLKRCQEKRSTVLCPQCRAVVQFVGRNHFLHNIEEDIQKSDPSLTRSDEEIETLD
RCSSIKSCLALILQVIPGARKSRKRARAQNNDENERDFPCPQCGTEYGGFQCSGSTVHLQCGACGGMMPDRSNPIVPQHC



IGCDRAFCGAYWNSLQFPGSEAYPVCSRETLKPITEKCISKMGRSVQDVISEWITKWNRTRIRLNHSDMITPDTHLCRDC
YDKFVSYLMYWFRVSLPKSLMPKEAVERVDCWYGFSCRTQHHNEEHARKRNHVCRPIRGDGVP*                
>Mgut_mgv11b015099m                                                             
MDVELFTDQISEDETYALDDYNEDYLNFEGERCGICTDVVIDRGVLDCCQHWFCFGCIDNWATITSLCPLCQNEFNL*  
>Mgut_mgv1a003288m                                                              
MATHPEHSSHTSPNKRLKTLDQFSPSFLPGGKSKIEEEVENESADCCGICLSEAGNGGIIRGYVDSCDHYFCFVCIMEWA
KVESKCPFCKRRFSTIRRPRKPPVFTSERLVQVPVRDQAYHYSGNTANGPSDPYSEVNCSVCHNTSHENLLLLCDLCDAA
SHTYCVGLGATIPEGDWFCHDCKLLRDYSTIESDTDSSIQISTDTLNEPASANEHVSAYDIVRGCGSSISQRFKKHASSY
PCHLPSTSTTRNLDRPISASLKIVTKIAAQPNARTLQHCRDLHDRIRLLRENWNGLRNGNLHFSSPCEGKISNKKSEDQC
SSSAVTKDVGAREIHKAWKMMDKAKSTRQGRQRSTITSVRKLGDIKNAEDLSCRHLLPDSSQQNGSKNVGSNVQGNNCDH
STENNYYKQAYSVSGKQKWISHSSEKLPGEKSIKGPALLSSSVVSEPVVSNVDRVKGVEHTSSSHSKVNNTKEKSELKKI
CVDRKEYDDAKSEIQSLVKLNLKLQTKEEKLGIDAFKEVARQATHSILAACGLEQPKPGSCSIPGFLCSHPNENRQLHKS
SLMPNSCRECFYVFVKDMVNTVVMFHKTRSREKT*                                             
>Mgut_mgv1a017930m                                                              
LYYTILSEEKIIQIQNNDISNVCSCLSVSRGSACTLLRLNNWNYNSALDRWVSDEEKVRKSIGLLPDKKSRKNNNLCKIC
FDEVEISSMLSAGPCGHLFCTLCWKNYIAVSMDDGLECLSLVCPKPKCKAYVGPELVDTLASKEDKEKYYRYLVRSYVEG
HRDIKWCPGPACERAVQIEPGERENYDVACDCSHRFCWNCTRETHHPVDCKTVEKWIELNSSEAENTTWILAYTKPCPKC
KRNIEKNQGCNHMTCRQPCGHHFCWLCLGPLDKSHTNCNMYRADEVGQKRVRGAREHLDRYSHYYERWALNHKSGEKALS
DLNRVRGELSGKKLAGVELRFVIEALERIVECRRELKWSYVYGYYLCLTEQAAKISFFEYLQGQAEENLERLHLCAETDM
NKYLGDDCCPSGDDFVAFKDNLVTLTDVTRNYFGELVRALENNLSEINDPRKETTRGRVKVYSKTNTKTYFNYRDRLNWM
*                                                                               
>Mgut_mgv1a025632m                                                              
MENMYYEKLGRSSYKDSLKFLESDIQHANDLAGAIPRAKGGARLQMKLVYNQLAPLFLFFLRWVDCSCSCFLSSYFSLFH
IVIYKVYADGRPKISTHGRKASVREFYAVILPSLQQLHYNMVEQDSLNSSIENRVRKNISKKRLEEDSRAYDNNNNIEPA
RDDECGICLEPCTKMVTPNCCHAMCINCYRDWSTRSESCPFCRGSLKRVKSTDLWVLTGSDDVIDPEAVTTEDLQRFYLY
VRNLPKDSPDALFLMYYEYLI*                                                          
>Mgut_mgv1a019707m                                                              
MDLDSNQEPTSTNQPSSGRVETIGPSSNDFDADMSPRMKFQIMIEAIRARQRARDQMGRNSTGYNNSATATDRPSSGRVE
TIGSSSNDLDADMSPRMKNPTGERGKSCGCGKRDSSHLAAEPSGSGAHGFPECSICLDAARDPVLTCCGHLFCWPCFYRV
PKVDSWSSTKECPVCKGEVSDDTVTPVYGNFGGPAVTEYSSGLIRIPPRPKARRVESARQRMAGGPLEGVLSDAVRDAGS
RLARLETILSQIQAIR                                                                
>Mgut_mgv1a010844m                                                              
MEVPYNFKEEVGDESDEDDESGKINEAFICCICRDLLYKPVVLACGHISCFWCVHKSMNGMHKSRCPICRNHYYHFPFIC
QTLHLVLLKMYPAIYKKRENQTLEEENKMGYFSPQINGSDYVSSQSEETRINPSDAFQPCISDAEPSLGLCSVKAGGPAE
RTEPVQYRSGCQDMGLLNLLDRRNDIITATNDTTSEDRNSNEVSVDDVLCASCNRMLFRPIVLNCGHAFCVCCIGLKTNE
MLKCEVCQSPHPGDIPKVCLEFDHFLEEQFPKEYGLRRATLQMKQEEFPSETRSTCTLFI*                   
>Mgut_mgv1a002265m                                                              
MSILPSLNPGSTSSSDLPSQSSSTSNHGFLYSNSLPQPHQIPDSPPPPHHLSGQVAPAAHTSVGSSEQAEPWKSHQGAVS
SSPRTSSGHSSAGKKAQMFNGNHLLNFQYDPLPVSRPQSRTPPPRRQQKRKPYNKDLFLQANYRFVVLDSGNYAAESMDP
DKMLCWENIICLKYSTPSHVQCPICLDDPLCPQITSCGHIFCFPCILQYFSMDEDHLKDECWKKCPLCFTMISSKDLYTV
RIENVKQYHVGDEIEFVLLTRQKGSFSSSLKNSGSVDIEEDILRSFSKFTLTSDVELSVREAMSDLDSWIARADSGLVDD
IEKLPYVCAAMKHLEQRKKYWNKFRISRGDKASASFDGTPPSAIAEANYSANGFVQGAISRNKSDKSGSFVKSSISKVAG
ELCTPQVAGFSESLQDHDRSPNSSQTLSNGIKERKDGDAYNFYQAVDGQHIILHPLSMRCVLHHYGSYEGLPNRITGKIL
QLETVTQSEAIRRRYRFLSHFSLTTTFQLCEINLADTLPAESTSPFMDEIKNREKQRKQLAKKELKDKIKAEAESSQFVH
VPYYSYEDTPSFSMDDFEALGTSAVASSSSSRPLTIGEKHSFSNVARLGFAAAHDSPSLKFDEIQTALEMDKPDESSSTI
GSRNVGGASFANITSRAKKVEVPPQIPSKGNEVVKKGKKATRILMSTAGGRRY*                          
>Mgut_mgv1a024873m                                                              
RESMEAVPMESDSMETNIETLPHSIDPKLDSRTSFSLTRHLTAHRTTTSTGGARISAVQINSSRSVEKGAEESDGESFSE
LSVVEESQCVENGGVLVGEREDCVLRNCDMDFCFVKVKEECDVDFVKEMEESEGTLFDLLSVVEESMSVENGEVAGVLVG
ERENRVVQNEIVKVKEECEVFGEGVEESKVKSFDALSVVEESTIGSMEIVKVKEECDVDFSRGEVFGEEKKVLRPEKKLE
ENSDLSYEEWLKLNHPEKLEPKKEANVREVISAQPPSARKLTVDAHRGFGKGDNYDEEEVRELVCVKPLRAVKLAVDPHR
GFRKEGNIEKSKREKADGMMLSTLVIEDGDFEEEPGWSLVGRTVITGLSTTKGRKLENNEIVHFNFPGVEAKSFKSSTYF
ASARAVNAASSIVRFSTKRFGEIGRLPMEWAKCLIPLVNSSKVKVLGRCVAAPINLQLMQEVMLYVSFYIHSSVFTKDNK
SSWKLEATNIDSTANPLMTLFKLLKVKPFQQAEFTPEELDSRKRSLKLDDDAEEIACVLASAKRRKGCQIQEQNKDEQAI
SESSLNKLVGAVDVYNLEEMEPPETLTCELRPYQKQALYWMTELERGANGEETEKTLHPCWAAYRVCDENAPAMYVNVFS
GEATTQFPTATQMARGGILADAMGLGKTVMTIALILANRGRGGQDVDEQVIINGSDNIENRRLTNESKPKGGTLIICPMA
LLSQWKDELETHSKKDSISVFVHYGGDRTNDPSMIAEPDVVLTTYGVLTSAYKTDSTNSIFNRVEWHRVVLDEAHTIKSS
KTQGAQAAFALSSYCRWCLTGTPLQNNLEDLYSLLCFLHVEPWCNWAWWNKLIQRPYENGDQRGLKLVKAILRPLMLRRT
KESKDKEGRAILVLPPTDIQVIECEQSEAEHDFYDALFKRSKVQFDQFVAQGKVLHNYANILELLLRLRQCCNHPFLVMS
RGDTERYSDLSKLTKRFLESETTSQTGPSRAYVEEVVENIRNNENTECPICLESADDPVLTPCAHRMCRECLLSSWHTPA
GGLCPICRQVLRKTELITCPTESRFRIDVKKNWKESSKVTKLMECLEKIRESGGGEKSIVFSQWTSFLDLLEISLKMKKF
GFLRFDGKLSQKNREKVLHEFAETTEKTVLLMSLKTGGVGLNLTAASNVFLMDPWWNPAVEEQAIMRIHRIGQKRTVRVR



RFIVKDTVEERMQQVQARKQRMIAGALTDEEVRSARLEELKMLFR*                                  
>Mgut_mgv1a001120m                                                              
MGFKDRKNRSCLPRPVFLLWCTLVFLLVSGFTFSTLRLFSTREGSYTRLVSKLNIPAMEVKSGDHSANPSITIRETVIFP
DQVLFFLKYPPSTALVTKDDLNCVYTPPNSSAQPLLDVTPSSIESGSYDKNHHQIVRCPLDPRGGIVSLAVKHNHGNNLS
SGPTYRWNSLAYEAMIDQQDNSTIVFVKGLNLGSGKSANPSKFKCIYGSHLTGSNNSALWADAVSAAQEIVRCRTPLSVL
NNTTSNGSVKVSVKVAGRKTLDSIARVKNHHRHRQLGPKKKHKICVCTMLRNQARFLPEWFTYHASIGIRNWFIYDNNSD
DEIERVVESMAGENHSVTRVVWPWIKSQEAGFAHCALRARDSCEWVGFIDVDEFIHLPSNSSLLDVIDSQSKLPSSSNSR
EVGEIRVSCHDFGPSGLKEMPAKGVTVGYTCRMGAPERHKSIVRPEALNSSLINYVHHFQLKAGFRVVNLNRREVVINHY
KYQVWAVFKEKFYRRVAAYVSDWQEKTNVGSKDRTPGLGTKPVEPADWSSRFCEVNDTGLRNRKNENLFSPRFRSVAAMA
GWDEEALLIASLIVEDTPDRQFKQKRRSDLQSFKTPPTNSRRKRKAQKRSPAPVVVLNLDEDDSNSKQEDEKINKEANIT
EEVEKKQGDDEVNTKGSSVSGSIPAIPCIDRLREELSCAICLEICYEPSTTPCGHSFCKKCLRSAADRCGKKCPKCRQLI
SNSRYCTVNTVLWNTIQLLFPQEVEARKLADSSSSSDNQEPKKESPPKTRSRHYTRNRGVEALNSPPSENRDQDRRTQRI
RNRSLRASSASTTTTTTRVELPIQDEDAALALRLQREEFMEAFRVPQRQPEDDSRNSFGVARANLRAMASRAINIRIRGR
NGY*                                                                            
>Mgut_mgv1a009757m                                                              
MKFGETFTEYLQTNEERFVEKCCYVEYKRLKKVLKSCRRCKAIKDFSDDNNGEEGALSQFSQYDSCPLCDQKFFSELMKE
ASDIAGCFSSRVRRLLQFHFNSGLPKYFTFLRQCFVSPQQATAQECRMLIEYVMMNAVAMRKILKKYDKVHGTANGRKFK
SKMRSEHMEILQSPWLIELGAFYMHFNESNGGNCDGLLNPFSFDLSDTQPMMTLTLPDSVKLEYSLTCAICLELVFNPYA
LGCGHLFCKSCACSAASVMIFQGPKSANQESKCPICREAGVYSNAVHMMELDMLLKKDCKEYWKERMTAERAEMVKQSKI
YWEQQTKYMVGY*                                                                   
>Mgut_mgv1a009783m                                                              
MKFCKKYEEYMQEQQGDKKLPGVGFKKLKKILKRCRKQLESHIDFHNISDAVPHNPSTCPQHCSVCDGTFFPSLLTEMSE
VVGFFNDRAQKLLELHLASGMDKCIIWLKGKLKGNHLALIQEGRDLVTYAIINSIAIRKILKKYDKIHYSKQGQAFKSRA
QIMHIEILQSPWLCELVAFHMNLRESKVKLRNAPALLGSGCSLVLNDGKPSLSCDLLDSVKIDIDLTCSICLETFFDPAS
LSCGHIFCYMCACKAASVSIVDGLKEASPNQKCPICREERVYEGAVHLEELHILLRRRCPEYWAERRKAERSERVKQTKQ
HWESQYRLFTGI*                                                                   
>Mgut_mgv1a007705m                                                              
MGDDNSMDDDNLMDVNLMDLDLNQEPTDQPLRRVERYGSLLNELETAHGRIEERIRQLEAVSARARQRQRWRQSRNSPEV
SYTPVETMVDVGQSAAPNENGNTLAIVERTTERGKGCKRDSSHLVAQALEIDSDAKKKFDKESGSFYDCNICLEMANEPV
LTCCGHLFCWPCFFQVSKIDSSTASNPSKECPVCKGEVSDSTVIPIYGNGGAHESAVCETESGLKIPPRPKARRVESVRQ
QRIAQGLSHVPVAEALRRIRISIGATGNRTQPNSETSGGPRIRMHQVSRVLSESAASLSSLSSALSNAERLVEDLETVIN
NRLLQNETRAFLADVINNPSARAVQTNNEAPNSTPDSNGGAAAAPSSSSSSVRRRSLLSRNLDLDSRDARESRRRRLN* 
>Mgut_mgv1a001140m                                                              
MSSDSDFNALSDADEDLLNVTENNREQEALDIDYALGAAIESSDDDLLHNVPKRRKKAPSKNMGGQSYKVQDKQEEEEEA
DINDDNIEAIMTDLMECELRRITEEKNVKKKKGRKKKGDRPVLMWEILEEENERWVAQNLEKDMDLMNQNEMVAETVEPS
DDLIIPLLRYQKEWLAWALKQEESAVKGGILADEMGMGKTLQAIALVLFKRNISRGISDHHLPASSASSSQQLRAIKGTL
VICPLVAVMQWVSEIDRFTSKGSTKVLVYHGTNRAKNHYKFSEYDFVITTYSIVEAEYRKYVMPPKDKCQYCGRMFYGSK
LKIHLKYMCGPGAVRTAKQSKQQRKEPKTKKTSDFEVSTSNTGLNDGKDHDSADKETENEFSTEKGLSSGAKSILHSLMW
ERVILDEAHYIKERRSNTTRAIFALQSSYKWALSGTPLQNRVGELYSLVRFLQIVPYSYYFCKDCDCRTLDYSTSAECSG
CAHKNVRHFCWWNKYISSPIQDSGNNGGGRGAMLLLKHKILRSAVLRRTKKGRAADLALPPRIVTLRRDSLDVVEEDYYT
ALYNESQAQFNTYIEAGTVSNNYAHIFDLLTRLRQAVDHPYLVEYSLTAMERKGKTVDTSNDEKCSVCNDPEEDTVVTSC
GHVFCKPCLIDLGATMGQNSCPSCSKPLTVDFTSNKDVKDQISKTTIKGFRPSSILNRIQINDFQTSTKIDALREEIRCM
VERDGSAKGIVFSQFSSFLDLIHYALLKSGVTCVKLDGSMSMGARDVAIKRFTEDPDCRIFLMSLKAGGVALNLTVASHV
FLMDPWWNPAVERQAQDRIHRIGQYKPIRIVRFIIENTIEERILKLQEKKELVFEGTVGGCSEALAKLTEADLRFLFVT*
>Mgut_mgv1a025430m                                                              
MKNSFKDTIKALEADIQHANTLASDYPKEYDGACLQMRLSYSPCAHIFLFLVQWTDCHLAGALGLIRILIYKAYEDGKTT
MYIHERKASIREFYGVIFPSLGQLNGGISDAEESKQREICESKYGRKDDVMDKGKLSEIEIEREEECGICMEMKTKVVLP
SCSHSLCIKCYRDWRTRSQSCPFCRDSLKRMNSNELWIYPSNCEIIDLSTFAKENLKRFFAYINRLPLVIPGSIAVSYDP
HFL*                                                                            
>Mgut_mgv1a026936m                                                              
MVDVNLMDSNFSDLDLNQEPADPVAEERIRQLEAVTARQRHRQRQRSLHHQNPNPMEIVDGINNMGIAEDISHKGKGFKR
DRSHLVATALESNSAIKEDDPAKTGSFYDCNICLDMAKDPVLTCCGHLFCWACFYQVSNIDSTTKECPVCKGEVSNSTTV
PIYGNGGGHERVSMTESGLMIPPRLKAPRIESVRQQQRANNNGGAVSPPNIPVLEALRRLRSSGGAVSHQTREREAASLS
SFSSAL                                                                          
>Mgut_mgv1a010617m                                                              
MRCNACWRELEGRAITTTCGHLLCPEDANKILSNDGACPICDQVLSKSLMKPVEINPNDEWVNMAMAGVSPQILMKSAYR
SVTFYIGQKDLEMQVKMNKVVGQCRQKCEAMQEKFTEKLEQIYTAYQKMTKRCQMMEQELESLSKDKQELQEKFAEKCRQ
KRKLDEMYDLARTEIDSLKRSAIQPVNHSFSRQDPDLFSNPSNRMDNRDSIRKDWSIHTPDTPGPREDMWPARQNSNSTF
DISGGSPAKQSAIPMEAGNRMPNARSSFGVGNGAGPAGNPSMTLRNLILSPIKRPQLSRNRTQLFTL*            
>Mgut_mgv1a011329m                                                              
MPQRHSKNNNDLGFFTYDEKRKLGYGTQRERLGKDSIKPFDACCLCLKPFIEPMSCLKGHVFCKECILECLLSQKKDFQR
KLAAHASQRNRQKQELENTLMLQKARDLDLFDQQNHSAIPHSMKTASYESETLRSMKSFWLPSATPEASRRLEPSPSTDT



ICPEGNEKLRLKSLFKVHFTEYDTDRKRLNTLDKTYICPSCKVTLTNTASLVALSSCGHVFCKKCADKFVVIDRVCLVCD
KPCKERNRVGLSKGGTGFAGHGDCLEAVDFKHLGTGTGLGLVRNT*                                  
>Mgut_mgv1a021419m                                                              
MDLDSNQEPTSTNQPSSGRVETIGSSSNDVDADMSPRMKFQIMTEAIRARQRARDQMGRNSTGYNNSATATDRPSSGRRQ
SHLAAEPSGSGAHGFPECSICLDAARDPVLTCCGHLFCWPCFYRVPKVDSWSSTKECPVCKGEVSDDTVTPIYGNDGGPA
VTEYSSGLIRIPPRPKARRVESARQRMAGGPLEGVLSDAVRDVESGGENINLGVI*                        
>Mgut_mgv1a000750m                                                              
MADASHLERMGRELKCPICLSLLNSAVSLTCNHVFCDSCIQKSMKAASECPVCRVPYRRREVRPATHMDNMVSIYKSMEV
ASGVNIFVTQHAASAKLSDKDNKTVVNLSDVQDNGHTEVEAFDSANQKQNQRKGKRLKSASIATKRPSGSNSTKPSFPAK
KRVQVPPYTTSETQMDPQKMEGRTVEIDRNQPKNCSVLQKDVPYTCTKGESMFSPFFWLREEDDLEKSSQKTDDNQIMYT
PPDAPCFSDIKDSDDDVPHSKSPERGTCVESDREDFVDSEMFDWTQRPCSPELCSSPLSVQAEDSVEQNGAALEKTKCPK
TIPNRRSQGKKRTVSKIYEDKVGMGVSSKKVLNATSPRKSKRVKKAMYDLTADDIEPDMLTCQDMHGVNKDDQLLSKGKS
KKSKKVLSESGNQEKSVSSDGTEPIANGQKAAFVHASASENAKKNSEGISKLKKSCKSSKSTKKAHALPQKSGAKLQSGK
SETGKRYINAEEDNDTLNYESHTKLLPLENDNEVSDSDIKRTCKASSKIMAKSVKKVKFSVEGMTKGNCPGQILSANNED
AAKEQTCHDIQGATDQFGGKVSAKRDKSVSSLNGGVLLKCNTTSPSNISCAFCQSSAESEASGMMVEYLNGKLVKDNQNA
RPNGIYVHKNCTEWAPNVYFEDDNVINLETELSRSRKIKCSCCGIKGAALGCYEKSCRRSFHVPCAKLMPQCRWDNENFV
MLCPIHAGSQLPNEMPQSKSGQKRKSADERKSSTRQIKATDECKSGSSLQWKSEKKFKNLVLCCSALTNTEKEIVTEFEN
SSGVTILKSWNSTVTHVIASTDEHGASRRTLKFLMAILEGKWILSVHWIKACMEAGELVDEQPYEISVDIHGIRDGPNLG
RLRLLNKQPKLFDGYAFFFMGDFAPSYKGYIHDLVVAAGGKVLNRKPVSGCSATTVIIYSLEITDQSKQSSNGTSVLNKR
RAHAEALATSAGAAVATNTWILNSIAGHKLQNFRE*                                            
>Mgut_mgv1a007843m                                                              
MLFQVGGQGTRPTFFEMAAAQQLPSSLRAALTYSFGVFALRRSFIHKILDYEDEFFSLLMLVLETHSLRTTDASFAESLY
GLRRRGVNIRLKTSNAPKDSGEEIHHTGLQRRQKVLSVAFLVVLPYLKSKMQSIYNKEREATLQASLWGDNDDRFDDTDY
VGGGNNSSFARETSAIEASARARWMKRLQKTVFACYPWLHAGNEGLSFSYQLLYLLDATGFYSLGLHALGIHVCRATGQE
LMDTSSRISKIRSRERERLRGSPWLKALQGGLLTCGYAVLDYAQTGLIAAVFFFKMMEWWYQSAEERMSAPTVYPPPPPP
PPPKVAKEGIPLPPDRTLCPLCMQQRANPSVMAVSGFVFCYTCIFKYASQYKRCPVTLMPATVDQIRRLFHDV*      
>Acoe_002_00704                                                                 
MDTNFLSGESSNAGFDDIEDFVWADDSTTNMPWDQFSQVFDLMQKGNRAFRENRYDEAIGCFNKAIVKKPNDPVILQNRS
AAYSRHSVGPHLCRGQLYWQMISRLLKNRPASAPAVNGLDPTTHAEFALKDAEKLMSFRNDSAKPYFLKANALMLLERYE
DARETLLAGLQVDPSSNPLRGLYQNLEALSVSVIKRPKHGKPQRFDEYDCTVCLKLLYEPITTPCGHSFCRSCLFQSMDH
GNKCPMCRTVLFISPKTSSISVTLKNIIQKNFPEEYAERKSENDSLTNLGVDLVPLFLMDVVLPCQKMALNIFEPRYRLM
VRRIMEGNRRMGMVGSESGTMADFACEVEITECEPLPDGRFYLEVEGRRRFRIIRSWEQDGYRVAEVEWIQDIYPVGGTR
EREDLQDMARGASELALSWIRRAKEAARTDRRSRRMELLQAEGMPSSQDPERFSFWLVNLLNLRPPEKLELLRLRDTAER
IRRGLIYLRSEEQGCRLQMDTNFLSGESSNAGFDDIEDFVWADDSTTNMPWDQFSQVFDLMQKGNRAFRENRYDEAIGCF
NKAIVKKPNDPVILQNRSAAYSRHSVGPHLCRGQLYWQMISRLLKNRPASAPAVNGLDPTTHAEFALKDAEKLMSFRNDS
AKPYFLKANALMLLERYEDARETLLAGLQVDPSSNPLRGLYQNLEALSVSVIKRPKHGKPQRFDEYDCTVCLKLLYEPIT
TPCGHSFCRSCLFQSMDHGNKCPMCRTVLFISPKTSSISVTLKNIIQKNFPEEYAERKSENDSLTNLGVDLVPLFLMDVV
LPCQKMALNIFEPRYRLMVRRIMEGNRRMGMVGSESGTMADFACEVEITECEPLPDGRFYLEVEGRRRFRIIRSWEQDGY
RVAEVEWIQDIYPVGGTREREDLQDMARGASELALSWIRRAKEAARTDRRSRRMELLQAEGMPSSQDPERFSFWVLTLKR
SFNLYSPITFFFPLSSDVYLFCSLMDTNFLSGESSNAGFDDIEDFVWADDSTTNMPWDQFSQVFDLMQKGNRAFRENRYD
EAIGCFNKAIVKKPNDPVILQNRSAAYSRISRLLKNRPASAPAVNGLDPTTHAEFALKDAEKLMSFRNDSAKPYFLKANA
LMLLERYEDARETLLAGLQVDPSSNPLRGLYQNLEALSVSVIKRPKHGKPQRFDEYDCTVCLKLLYEPITTPCGHSFCRS
CLFQSMDHGNKCPMCRTVLFISPKTSSISVTLKNIIQKNFPEEYAERKSENDSLTNLGVDLVPLFLMDVVLPCQKMALNI
FEPRYRLMVRRIMEGNRRMGMVGSESGTMADFACEVEITECEPLPDGRFYLEVEGRRRFRIIRSWEQDGYRVAEVEWIQD
IYPVGGTREREDLQDMARGASELALSWIRRAKEAARTDRRSRRMELLQAEGMPSSQDPERFSFWLVNLLNLRPPEKLELL
RLRDTAERIRRGLIYLRSEEQGCRLQMDTNFLSGESSNAGFDDIEDFVWADDSTTNMPWDQFSQVFDLMQKGNRAFRENR
YDEAIGCFNKAIVKKPNDPVILQNRSAAYSRISRLLKNRPASAPAVNGLDPTTHAEFALKDAEKLMSFRNDSAKPYFLKA
NALMLLERYEDARETLLAGLQVDPSSNPLRGLYQNLEALSVSVIKRPKHGKPQRFDEYDCTVCLKLLYEPITTPCGHSFC
RSCLFQSMDHGNKCPMCRTVLFISPKTSSISVTLKNIIQKNFPEEYAERKSENDSLTNLGVDLVPLFLMDVVLPCQKMAL
NIFEPRYRLMVRRIMEGNRRMGMVGSESGTMADFACEVEITECEPLPDGRFYLEVEGRRRFRIIRSWEQDGYRVAEVEWI
QDIYPVGGTREREDLQDMARGASELALSWIRRAKEAARTDRRSRRMELLQAEGMPSSQDPERFSFWLVNLLNLRPPEKLE
LLRLRDTAEVIEPFQCIGRFMDTNFLSGESSNAGFDDIEDFVWADDSTTNMPWDQFSQVFDLMQKGNRAFRENRYDEAIG
CFNKAIVKKPNDPVILQNRSAAYSRISRLLKNRPASAPAVNGLDPTTHAEFALKDAEKLMSFRNDSAKPYFLKANALMLL
ERYEDARETLLAGLQVDPSSNPLRGLYQNLEALSVSVIKRPKHGKPQRFDEYDCTVCLKLLYEPITTPCGHSFCRSCLFQ
SMDHGNKCPMCRTVLFISPKTSSISVTLKNIIQKNFPEEYAERKSENDSLTNLGVDLVPLFLMDVVLPCQKMALNIFEPR
YRLMVRRIMEGNRRMGMVGSESGTMADFACEVEITECEPLPDGRFYLEVEGRRRFRIIRSWEQDGYRVAEVEWIQDIYPV
GGTREREDLQDMARGASELALSWIRRAKEAARTDRRSRRMELLQAEGMPSSQDPERFSFWVLTLKRSFNLYSPITFFFPL
SSDVYLFCSL                                                                      
>Acoe_002_01032                                                                 
MENEIALHSNRSTGNCVRGMESVIATVSGYHGLERFKLIKLINYTGASYVGAMTKSTTHLVCWRLEGRKYELALKFGTII
ISHRWFEDCVKAGKHLPERHYIMKSGQQAGPLSWEVPDVVEKESPLSRKKGKVLLDLSNICKPIRDVEMNAECTWSASAL
LSENLYPAPGTRITSHKIENKKSKQLCRQSSKHFLMEQTSSGLIDTQHGESSSHPSKFTARHKRNVCSNVETSITARKGR



RLVKMNACRGLELPISNSEQENPNNLRNEDASTILGIEQDSSLAASTSIDNLTTEIIDLDSYVNDNIPILQGRTSRDSIC
SRENRNEVVQNVEGITEIDKLHAASDINNIGHEETPSQDGFPDSEVNMDGTQEVDAKLKRSDEPSCIICWTDFSSTRGIL
PCGHRFCYSCIQTWADLEASRRKVSTCPLCKASFSSITMVDCAVSSDQKMYSQTIPCDSSVANVFVFPDLEFSRFRAQSS
AASVCCECRSREPEDLLIHCHVCSSRSVHRYCLDPYLTPWTCSGCRGLGMLYRNH                         
>Acoe_002_01340                                                                 
MAQVSNLPCDGEGICMLCKTKPSQEETLTCKTCITPWHITCLSSPPETLLSSLQWDCPDCSSISAVGETTTFVSVGLSDG
SGDLIAAIRAIEADESLTEQQKAKKRQQLMTKGKGDESVSDLDDEEKEKTSEENDVLNLLDENFNCSFCMKLPERPVRTP
CGHNFCLKCFEKWISKGKRSCAKCRTTIPSKMASQPRINLSLVAAIRMAKMSKSITSGTQQKVYHFVHNQHRPDKAFTTE
RAKKSGKANACSGKIFVTVPPDHFGPILAENDPDRKQGVLVGECWEDRMECRQWGAHLPHVAGIAGQSEYGAQSVALSGG
YEDDEDHGEWFLYTGSGGRDLSGNKRTNKSQSFDQKFDKMNEALRVSCKKGFPVRVVRSHKEKRSSYAPEKGVRYDGVYR
IEKCWRKAGVQGFKVCRYLFVRCDNEPAPWTSDEHGDRPRPLPAIKELKGATDITERKEGPSWDYDEKDSCWKWKRPPPV
SRRSVDTGNPEDRKRARKAISKAQNLSVRERLLKEFSCSICRNVLNLPLTTDCGHNFCKPCLEGAFSGQSFVKERTCAGR
RTLRAQKNVMKCPVSVCSFDISDFLKNPQVNSELMGMIESLQRKTEENFEKISEEEPTGTDEPSEMVSEEYEITERQDGA
NVVQNPLANPLKHVYKRRKYTDESKLSKPDGMENMDESSELENVKPMSTGTGTGDNEMEVKNSTPMSKSKLKANDGETTP
IKLYEEVANEGSYSPSSPLHVRSDDDSE                                                    
>Acoe_003_00840                                                                 
MSRVYSSSNRNFSYSIRDKSCPICLKHVNDRRAAVLSICLHVYCINCIHKWSQLKRNCPLCNANFNSWFYKSRFGYFKEE
KLPKNVVEKKNKSIEIADYRAETRSFSYHSSVRRSFNEVRRQPVSQHCRELPWRRSFGQKHEEGIAQRVLQWRANVYDQG
LRAVPLPSNSFQDQDIVRNQVVKTRMQQRIEPWITRELQAILHDSDPLVIVHLATSLFMSSLDEKFKDSPVCSAGEDMFV
RQLRPFLHDRSDRFWHELSFAKSGVCEHVWWECLLLSFCSVDLWEQLLKHYDNLFRCFAGSSFEMATYDSVVEYECREMS
RVYSSSNRNFSYSIRDKSCPICLKHVNDRRAAVLSICLHVYCINCIHKWSQLKRNCPLCNANFNSWFYKSRFGYFKEEKL
PKNVVEKKNKSIEIADYRAETRSFSYHSSVRRSFNEVRRQPVSQHCRELPWRRSFGQKHEEGIAQRVLQWRANVYDQGLR
AVPLPSNSFQDQDIVRNQVVKTRMQQRIEPWITRELQAILHDSDPLVIVHLATSLFMSSLDEKFKDSPVCSAGEDMFVRQ
LRPFLHDRSDRFWHELRCFAGSSFEMATYDSVVEYECRE                                         
>Acoe_004_00688                                                                 
MMEDPVNLYMNLERWRESSYGVDDLDDTITSSSSSPSSSSSEFFMVGFVIVNVVGLQHYMGRISGREMVGLVREPLNPYD
SNAIKVLNMRTVQVGHIERASAAVLSPLIDDGLILVEGIVPNTPGGKNRYKLPCQVHIFTKFDSLSNVQRTMSTSGLMFI
SSSEPLASLSESAVIKEKKDKKEIRSIDEIFNLVSADEDKKDAKIAIDPPKNVIKSELFLHQKEGLGWLVHRENCEDLPP
FWEENDGIFKNVLTNYSTDKRPEPLRGGIFADDMGLGKTLTLLSLIATNRPEKTLSSSCQNVGEEREEEEIETKTTKGKR
GKKTAATSRKKRKINTTFGDNKGEVEFGSKTTLVVCPPVVFSTWITQLEEHTKRGSFKIYLYYKERTEDVKELQKFDLVL
TTYSTLAAEASWEGSPMKKMEWFRVILDEAHVIKNAEAQQSKAVIALKAKRRWVVTGTPIQNGSLDLFSLMAFLKFEPFS
IKNYWQSLVQRPLSQGNVSGLSRLQILMAAISLRRVKDNTSVGLPPKTIETCFVELSAQERELYDQIEIAAKNLVEAYMR
VGSVMRNFSTVLTIILRLRQICDDATLYPDIRSLLPTDNIEDVSNNPELLQKLVAMLQDGDDFDCPICICPPTNTVITRC
AHIFCRACILKALKRPIPNCPLCRQTLSESDLFSAPPEPSDSDSTVVPSKETSSKVSALLKLLLEDRKQHPSTKSVIFSQ
FRKMLILLEEPLKASGFMILRLDGSMTAKKRAEVIKEFSSQESGTPTVLLAGLKASGAGINLTVASRVYLLEPWWNPAVE
EQAMDRVHRIGQKNDVKIVRLITRNSIEERILELQEKKKVLARDAFGKRGSKDLRQIGTEDLRVLMALMMEDPVNLYMNL
ERWRESSYGVDDLDDTITSSSSSPSSSSSEFFMVGFVIVNVVGLQHYMGRISGREMVGLVREPLNPYDSNAIKVLNMRTV
QVGHIERASAAVLSPLIDDGLILVEGIVPNTPGGKNRYKLPCQVHIFTKFDSLSNVQRTMSTSGLMFISSSEPLASLSES
AVIKEKKDKKEIRSIDEIFNLVSADEDKKDAKIAIDPPKNVIKSELFLHQKEGLGWLVHRENCEDLPPFWEENDGIFKNV
LTNYSTDKRPEPLRGGIFADDMGLGKTLTLLSLIATNRPEKTLSSSCQNVGEEREEEEIETKTTKGKRGKKTAATSRKKR
KINTTFGDNKGEVEFGSKTTLVVCPPVVFSTWITQLEEHTKRGSFKIYLYYKERTEDVKELQKFDLVLTTYSTLAAEASW
EGSPMKKMEWFRVILDEAHVIKNAEAQQSKAVIALKAKRRWVVTGTPIQNGSLDLFSLMAFLKFEPFSIKNYWQSLVQRP
LSQGNILMAAISLRRVKDNTSVGLPPKTIETCFVELSAQERELYDQIEIAAKNLVEAYMRVGSVMRNFSTVLTIILRLRQ
ICDDATLYPDIRSLLPTDNIEDVSNNPELLQKLVAMLQDGDDFDCPICICPPTNTVITRCAHIFCRACILKALKRPIPNC
PLCRQTLSESDLFSAPPEPSDSDSTVVPSKETSSKVSALLKLLLEDRKQHPSTKSVIFSQFRKMLILLEEPLKASGFMIL
RLDGSMTAKKRAEVIKEFSSQESGTPTVLLAGLKASGAGINLTVASRVYLLEPWWNPAVEEQAMDRVHRIGQKNDVKIVR
LITRNSIEERILELQEKKKVLARDAFGKRGSKDLRQIGTEDLRVLMALMMEDPVNLYMNLERWRESSYGVDDLDDTITSS
SSSPSSSSSEFFMVGFVIVNVVGLQHYMGRISGREMVGLVREPLNPYDSNAIKVLNMRTVQVGHIERASAAVLSPLIDDG
LILVEGIVPNTPGGKNSSEPLASLSESAVIKEKKDKKEIRSIDEIFNLVSADEDKKDAKIAIDPPKNVIKSELFLHQKEG
LGWLVHRENCEDLPPFWEENDGIFKNVLTNYSTDKRPEPLRGGIFADDMGLGKTLTLLSLIATNRPEKTLSSSCQNVGEE
REEEEIETKTTKGKRGKKTAATSRKKRKINTTFGDNKGEVEFGSKTTLVVCPPVVFSTWITQLEEHTKRGSFKIYLYYKE
RTEDVKELQKFDLVLTTYSTLAAEASWEGSPMKKMEWFRVILDEAHVIKNAEAQQSKAVIALKAKRRWVVTGTPIQNGSL
DLFSLMAFLKFEPFSIKNYWQSLVQRPLSQGNVSGLSRLQILMAAISLRRVKDNTSVGLPPKTIETCFVELSAQERELYD
QIEIAAKNLVEAYMRVGSVMRNFSTVLTIILRLRQICDDATLYPDIRSLLPTDNIEDVSNNPELLQKLVAMLQDGDDFDC
PICICPPTNTVITRCAHIFCRACILKALKRPIPNCPLCRQTLSESDLFSAPPEPSDSDSTVVPSKETSSKVSALLKLLLE
DRKQHPSTKSVIFSQFRKMLILLEEPLKASGFMILRLDGSMTAKKRAEVIKEFSSQESGTPTVLLAGLKASGAGINLTVA
SRVYLLEPWWNPAVEEQAMDRVHRIGQKNDVKIVRLITRNSIEERILELQEKKKVLARDAFGKRGSKDLRQIGTEDLRVL
MALMMEDPVNLYMNLERWRESSYGVDDLDDTITSSSSSPSSSSSEFFMVGFVIVNVVGLQHYMGRISGREMVGLVREPLN
PYDSNAIKVLNMRTVQVGHIERASAAVLSPLIDDGLILVEGIVPNTPGGKNRPEKTLSSSCQNVGEEREEEEIETKTTKG
KRGKKTAATSRKKRKINTTFGDNKGEVEFGSKTTLVVCPPVVFSTWITQLEEHTKRGSFKIYLYYKERTEDVKELQKFDL
VLTTYSTLAAEASWEGSPMKKMEWFRVILDEAHVIKNAEAQQSKAVIALKAKRRWVVTGTPIQNGSLDLFSLMAFLKFEP
FSIKNYWQSLVQRPLSQGNVSGLSRLQILMAAISLRRVKDNTSVGLPPKTIETCFVELSAQERELYDQIEIAAKNLVEAY



MRVGSVMRNFSTVLTIILRLRQICDDATLYPDIRSLLPTDNIEDVSNNPELLQKLVAMLQDGDDFDCPICICPPTNTVIT
RCAHIFCRACILKALKRPIPNCPLCRQTLSESDLFSAPPEPSDSDSTVVPSKETSSKVSALLKLLLEDRKQHPSTKSVIF
SQFRKMLILLEEPLKASGFMILRLDGSMTAKKRAEVIKEFSSQESGTPTVLLAGLKASGAGINLTVASRVYLLEPWWNPA
VEEQAMDRVHRIGQKNDVKIVRLITRNSIEERILELQEKKKVLARDAFGKRGSKDLRQIGTEDLRVLMAL          
>Acoe_007_00286                                                                 
MGSACCVAARDHTLPNRTTSDTLHRNIRYSPSWSFRWDNRVAGEVGNPPSQYSHGCRNSGNTGLEIKNRMDVESREDLSD
GGSPLENFQRPTWQKSSIRDGAIGNSTTPASDLSMGSSFSTEVKESIVSAISEPPAVAGSSAPKLSFSIPSTSMSMNRDS
DPSLVHADSTPSRWARRSPGHQLFRGISDSRILGLKSPTNNSVSEGRQSFVLSTCSNDLTMGSQGGSSDGWSMRTFSELV
ASSQRDRWSFDSEMLDSSRGKITRSNSRVFTSPSIDRKSCAVCSKLLTERSSWSSQKIIATNELSVVAVLVCGHAYHAEC
LENMTPESERYDPSCPACLMGEKQALKISGKQLREADLKVRNNWISRNRVVDSDIDGNSVVSTHRKRGGTEGKGPKMGAS
SSMKNSFVKPFLRRHFSLGSKPTMAMSGNDLSARRKGFWARYH                                     
>Acoe_008_00228                                                                 
MDMETEHYYEEVFPYNGMVEEDQAYSQEKSYAPASETVSTDYGSYDCNICLDHARDPVVTLCGHLYCWPCIYKWLHSQNT
FITPEEQQQPQCPVCKANVSDTTLVPLYGRGNFSSERELNSKDPSDIEIPRRPPAYGVHALITTPNQQFHSRPYNVQTQF
PTDQNQQYYPQNYSAASPIINLGGITSHPMMSMFGEMVFARVFGNSTEVNLIRYPNSYQHHLRGTSARVRRQEMKAEKSL
NRVSIFLLCCIILCLLLF                                                              
>Acoe_009_00069                                                                 
MENTDGEEPEPKRRHLISVPSDMARSSPSSPDERPVDAAVLQYQNQKLFQQLDAQKHELHALEDKLGELKVKQCVYDDTL
IAVNKHWNQLVDDVIILGLLAGGNENGLEAMDNVDHCRGPTASCSPEEIFLCRLLESGAFESNGGCGNYVEEALSARVSS
SLGLMKSLGDTLDARRSRFKNLESSLQGKISEEDAIIQSHKFDEWMKEEAISLRKGIDILQLKHKKYEDEIQTQILSHST
DRTEIKRVAAELEESMAELEESRRKIVNLKMQMNGLFGVHVPAVNAVNGSISPEKATDKAIMGIRELKTSLEEAKMLAAT
RLSELQEAQEDTLTLSTKLQEVENEQKDEKFVVSSRPFTILSDQLQHWNAEVERYKGLTDSLQADRTHVLRREKDLIVSA
ESADAARNVIRDSEARIDELECQLRKCTIERNDLEMKVEEAEQDSGRKDIKTEFRVMASAFSKEMAMMEAQLSRCKETAC
EALSLREEAYSLKEQLSKKIDERKGLVDRCAQQMDEIKSLKALVEKSQKESQELQIFLEMHGQERFENRDVMEIKESERR
ALVQAEVLRNALEEHSLELRVKAANEAEAACQQRLSVAESEIADLRAKLDVAERDVLELKEAIKVKDGEADAYITEIETV
GQAYEDMQTQNQHLLHQVADRDDYNIKLVSETVKAKQAQNFLLSEKQTIANQLLQVKASQESFKLKIAGSEDQMRADLNE
ASKASLENRHLSLGIESAKWELTDAEKELKWLRSVVTSSEKEFEQTQKTVSELELELENERAEKRRLEEELAEVNSSILE
MTSESGEAAIQRLQDEVKDCKAILKCGVCSDRPKEVVITKCFHLFCNPCIQRNLEIRHRKCPGCGTAFGQSDVRFVNIME
NTDGEEPEPKRRHLISVPSDMARSSPSSPDERPVDAAVLQYQNQKLFQQLDAQKHELHALEDKLGELKVKQCVYDDTLIA
VNKHWNQLVDDVIILGLLAGGNENGLEAMDNVDHCREEIFLCRLLESGAFESNGGCGNYVEEALSARVSSSLGLMKSLGD
TLDARRSRFKNLESSLQGKISEEDAIIQSHKFDEWMKEEAISLRKGIDILQLKHKKYEDEIQTQILSHSTDRTEIKRVAA
ELEESMAELEESRRKIVNLKMQMNGLFGVHVPAVNAVNGSISPEKATDKAIMGIRELKTSLEEAKMLAATRLSELQEAQE
DTLTLSTKLQEVENEQKDEKFVVSSRPFTILSDQLQHWNAEVERYKGLTDSLQADRTHVLRREKDLIVSAESADAARNVI
RDSEARIDELECQLRKCTIERNDLEMKVEEAEQDSGRKDIKTEFRVMASAFSKEMAMMEAQLSRCKETACEALSLREEAY
SLKEQLSKKIDERKGLVDRCAQQMDEIKSLKALVEKSQKESQELQIFLEMHGQERFENRDVMEIKESERRALVQAEVLRN
ALEEHSLELRVKAANEAEAACQQRLSVAESEIADLRAKLDVAERDVLELKEAIKVKDGEADAYITEIETVGQAYEDMQTQ
NQHLLHQVADRDDYNIKLVSETVKAKQAQNFLLSEKQTIANQLLQVKASQESFKLKIAGSEDQMRADLNEASKASLENRH
LSLGIESAKWELTDAEKELKWLRSVVTSSEKEFEQTQKTVSELELELENERAEKRRLEEELAEVNSSILEMTSESGEAAI
QRLQDEVKDCKAILKCGVCSDRPKEVVITKCFHLFCNPCIQRNLEIRHRKCPGCGTAFGQSDVRFVNIMENTDGEEPEPK
RRHLISVPSDMARSSPSSPDERPVDAAVLQYQNQKLFQQLDAQKHELHALEDKLGELKVKQCVYDDTLIAVNKHWNQLVD
DVIILGLLAGGNENGLEAMDNVDHCRGPTASCSPEEIFLCRLLESGAFESNGGCGNYVEEALSARVSSSLGLMKSLGDTL
DARRSRFKNLESSLQGKISEEDAIIQSHKFDEWMKEEAISLRKGIDILQLKHKKYEDEIQTQILSHSTDRTEIKRVAAEL
EESMAELEESRRKIVNLKMQMNGLFGVHVPAVNAVNGSISPEKATDKAIMGIRELKTSLEEAKMLAATRLSELQEAQEDT
LTLSTKLQEVENEQKDEKFVVSSRPFTILSDQLQHWNAEVERYKGLTDSLQADRTHVLRREKDLIVSAESADAARNVIRD
SEARIDELECQLRKCTIERNDLEMKVEEAEQDSGRKDIKTEFRVMASAFSKEMAMMEAQLSRCKETACEALSLREEAYSL
KEQLSKKIDERKGLVDRCAQQMDEIKSLKALVEKSQKESQELQIFLEMHGQERFENRDVMEIKESERRALVQAEVLRNAL
EEHSLELRVKAANEAEAACQQRLSVAESEIADLRAKLDVAERDVLELKEAIKVKDGEADAYITEIETVGQAYEDMQTQNQ
HLLHQVADRDDYNIKLVSETVKAKQAQNFLLSEKQTIANQLLQVKASQESFKLKIAGSEDQPAKLPWRIDTSPWA     
>Acoe_009_00133                                                                 
MEFEDDLQYASDSDLIYDYSYDEDDVEIDNHNNDDDHDHDDAVDDNRATHLQKKNYTILSENDIQRRQEEVIYEASSVLS
ISRASACILLRHYSWNDTEAHDSWFADEEKVRTTIGLLKKPLVLSDQLDNKKSKITCGICFEDYYCDRMYGTSCGHLFCR
SCWKTYISTSIKDGPGCLNLRCPELKCGAIVGDRMVDTLAPHQEKENYHSKNIKWCPAQGCNYAVEIVVESDNYDVLCKC
GYSFCWNCIEDAHRPVNKDESENVNWMLVYSKPSPKCKRPIEKSTGCNHMSCTPPCNYQFCWLCLRSYTNHTCNSFAERT
MEEHKETENRKRMAKELLDRYGHYYERQLIADLQKMKAVQINQLIEKHCQTSSQVKFITEAWEQIIECRRVLKWTYTYGY
YQPEDELTKKQLFEFLQGMAETGLERLHSCAEKDLKVYIEAEEPSEKFYEFRTKLTGLTSVTREYFEKLVQALENGLADV
DTHSGWEDMDFWYRRHCTYANDKFDTICQVCNQHRGLWSCQRCTYLNKKSATVCKICNTHL                   
>Acoe_009_00141                                                                 
MPPEQKKSNLSKGKQKNTLIPPIRPHTKKTTTPIPKGKRTQKTSKSTEENDDHRRESETVMPDIINLDSSDDSAMDDEGG
YRLGDNINMNNEADEEEGYLDIDNGDDITSRREENYTVLGEDDIRRRQEEDILEVSSVLSISTFQASILLRHYNWSISNL
HDAWFADEEKVRMTVGLLEKPVIQYPNAKKLTCGICFDNYSRNQMHAAACGHLFCSSCWDSYISTSINDGTGCLMLRCPD
PSCGAAVGQEMINILVSDEAKEKYAHYLLRSYVEASRKSKWCPAPGCGYAVDFVLGSGSYDVTCKCTHSFCWNCTEEVHR
PVECDIVAKWILKNTAESENTTWILANSKPCPKCKRPIEKRDGCMHMTCTPPCRFHFCWLCLGAWSEHGTGTGGFYSCNR



YEKAKKDGEYDETEKRREMAKRSLERYTHYYERWATNEKSRVKAMQDLQEMQAVHIEKLSNDYCQLESQLKFITEAWRQI
IECRRVLKWTYAYGYYLPEHEKTKRQFFEYLQGDAEAGLERLHQCAEKDLKSFIDGKSKDFNAFRTKLSGLTTVTKNFFE
NLVRALENGLADVDSVGACSKSCNSKASVAVKKKKSGRGKGATSRSSVVGRGQEDQAPALPHTRHGQQQQQLIPPPPPPP
PPQPQQQLLPPQPQQQLPPPPQQQQQPPPPPPPQQQQGSWSCDHCTYFNEESPTICQMCSQHRGSWSCGICTYFNTAFAT
ICHICNQQR                                                                       
>Acoe_009_00618                                                                 
MKFGETFTEYLHGDQEWFLDKCSHVEYKQLKKVLKRCRSRNCKDAPAGSESNNEGFCQCESCPLCDQKFFSELIKEASEI
AGCFSSRVRHLLQLHISNGLQRYMLRLRHCFTNDKELMAQQGRMLIEYVTMNAIAIRKILKKYDKVHSSINGRNFRTKMR
AEHLELLQSPWLIELGAFYINSNGVSGELSDQFSCDLSSDRPVMTLTISDSLKLEYSLTCAICLDTVFNSYALSCGHLFC
KACACSAASVMIFEGLKAADPETRCPVCREVGVYANSVRMIELDLLLKNRCKEYWREKLHDERAETVKQSKEYWDSQTKF
MLGF                                                                            
>Acoe_009_00998                                                                 
MGNKVKDELITTIRSIIGQDFTDMDIIRALHMANSDVTAAINIIFDTPNFAKRPEPRKILEPRNSNSESTNLDIPNLDEI
SEILKSPKVSSWNSSSKDVVFNGERSGSESQDLSWGSDVNEVPKTPDSIARDVGSVGCPSSNGSEWWFVGSWELACLSTC
KGRRLNVGEEVTFSFPLKNSKSPSTNKFTGRGRSPSACSEIVRFSTKDAGEIGRIPNEWARCLLPLVKDKKVRVEGNCKS
APNVLGIMDTILLSLSVYINRSMFRKRHQTSVKSTRNVTEESVVHPLPTLFKLLGMTPFKKAEFTPEDLYTRKRPLDSQE
DSGIHASLLHIHNSKKPLVEGSKVENEEKPISDSDLDNIVGIENSSQLEEMDPPSTLQCELRPYQKQALHWMVQLEKGRC
VEAAATTLHPCWDAYRLADKRDLVVYLNAFSGDATTEFPSTLQMSRGGILADAMGLGKTIMTISVLLSHTGRGGSSVSHD
IILVPGETAEMNSVTELSPTLSKKTTKFSGFDKLLNPTNSLIGGGNLIVCPMTLLGQWKAEIETHGKPGSLSLYVHYGQS
RPKDARLLAQNDVVLTTYGVLASEYSAENAEKSGGLYSVRWFRVVLDEAHTIKSSKSQISMAAAALIADRRWCLTGTPIQ
NNLEDIYSLLRFLKVEPWGNWGWWNKLIQKPFEEGDERGLKLVQSILKPIMLRRTKLSTDKDGKPILILPPADVKVIYCE
LTEAEKDFYEALFKRSKVKFDQFVEQGRVLHNYASILELLLRLRQCCDHPFLVMSRGDTQEFSDLNKLAKRFLKGGQDAV
PGESSVVPSEAYVQEVVEELRKGEKGECPICLEAFEDAVMTPCAHRLCRECLLASWQNHASGLCPVCRKTINKQDLITAP
SDSRFRIDVEKNWVESSKVAVLLQELEKLRSLGSKSIVFSQWTAFLDLLQIPLTRSNIPFVRLDGTLNLQQREKVIKQFS
EDNNIVVLLMSLKAGGVGINLTAASNAFVLDPWWNPAVEEQAVMRIHRIGQTKRVSITRFIVKGTVEERMEAVQARKQRL
ISGALTDQEVRSARIEELKMLFTMGNKVKDELITTIRSIIGQDFTDMDIIRALHMANSDVTAAINIIFDTPNFAKRPEPR
KILEPRNSNSESTNLDIPNLDEISEILKSPKVSSWNSSSKDVVFNGERSGSESQDLSWGSDVNEVPKTPDSIARDVGSVG
CPSSNGSEWWFVGSWELACLSTCKGRRLNVGEEVTFSFPLKNSKSPSTNKFTGRGRSPSACSEIVRFSTKDAGEIGRIPN
EWARCLLPLVKDKKVRVEGNCKSAPNVLGIMDTILLSLSVYINRSMFRKRHQTSVKSTRNVTEESVVHPLPTLFKLLGMT
PFKKAEFTPEDLYTRKRPLDSQEDSGIHASLLHIHNSKKPLVEGSKVENEEKPISDSDLDNIVGIENSSQLEEMDPPSTL
QCELRPYQKQALHWMVQLEKGRCVEAAATTLHPCWDAYRLADKRDLVVYLNAFSGDATTEFPSTLQMSRGGILADAMGLG
KTIMTISVLLSHTGRGGSSVSHDIILVPGETAEMNSVTELSPTLSKKTTKFSGFDKLLNPTNSLIGGGNLIVCPMTLLGQ
WKAEIETHGKPGSLSLYVHYGQSRPKDARLLAQNDVVLTTYGVLASEYSAENAEKSGGLYSVRWFRVVLDEAHTIKSSKS
QISMAAAALIADRRWCLTGTPIQNNLEDIYSLLRFLKVEPWGNWGWWNKLIQKPFEEGDERGLKLVQSILKPIMLRRTKL
STDKDGKPILILPPADVKVIYCELTEAEKDFYEALFKRSKVKFDQFVEQGRVLHNYASILELLLRLRQCCDHPFLVMSRG
DTQEFSDLNKLAKRFLKGGQDAVPGESSVVPSEAYVQEVVEELRKGEKGECPICLEAFEDAVMTPCAHRLCRECLLASWQ
NHASGLCPVCRKTINKQDLITAPSDSRFRIDVEKNWVESSKVAVLLQELEKLRSLGSKSIVFSQWTAFLDLLQIPLTRSN
IPFVRLDGTLNLQQREKVIKQFSEDNNIVVCH                                                
>Acoe_010_00405                                                                 
MASGFDESTSSSSSMGNGGNEAGNFECNICFDLPQDPIVTLCGHLYCWPCLYKWLHIHSHSQECPVCKALVQEEKLVPIY
GRGKTPTDPRSKSVPGIHIPNRPAGQRPETAPPPNINNFSPHGFGLMGGFAPMATARFGSFTLSAAFGGLFSSLFNLQVH
GFPNATLYGATPGFPYGFPNAFHGGHTPFFPQQPANQEQQADNYLKLLLLVIGVLVILALISS                 
>Acoe_010_00571                                                                 
MGAACCVAAKDTTSEGISRNIRYSPTWNYRWDNQRRVADEVDNSSFMHSHGTSGSAWSETKGSVDVECSDLSERQSQLTD
IQTPIQQKSPIHEEAGSNSMTPAPVLSVGGNSLMEAKDLTESSAVAASRLLSVPVTSSCSKSKGDSLSSQRHLLPANFTP
SSQARHSPGYHLERHVSDCQKLDFKSPSNSISEGRQSYVLSSCSNDLTMGSQGGRSSDGWSMSTFSELVASSQREGWSFD
SETLDGSRGKVTRSNSNFLASPSVDLRTCGVCLKLLMERSPWVGQKFIVSNELSVVAVLVCGHVYHGECLENITPESHKF
DPPCPVCTPGDKQALKIYGKSVKIDTDSKARNRIPRNRVVDSNVDFDYSIPNRWRSTHREEKGPMLGSSSSMKSSFARPF
LRRHFSLGSKSTKSILENEFSIKSPNKKGFWAKYRKG                                           
>Acoe_011_00314                                                                 
MATKEEILTPKNTKNVLKSSISDENDESKETLFTPRFRSVAAMAGWDEEALLLAALVVEDTPDRESKQKKRIKPHSKTPP
TNSRRAKRVQRRSSPAPIPMVVLDLDEEIVAEKDTERDKKKPNANGIKDNIVEGSTKDTDRNKKKANANVIKENVVEGSK
EDCDIKKVKSNTNGIKDNVVGGSGEALVGQTSNDPSSSSGLPCMNRLREELSCAICLDICFEPSTTSCGHSFCKKCLKAA
ADKCGKKCPKCRQLISNGRSCTVNTVLWNTIQLLFPQEVELRKAAEATKSCERNRKSSHEKEIIDIINQSTRVPVVTSRD
VNYGRRRRGLPSQAEDAALALRLQREEFMVEATGGSREQGRGSFTSASQVLGRTAFASARENLRAMASRAVNHRARRA  
>Acoe_011_00345                                                                 
MWQKQPIKSSYRESIKALEADIQYANTLAAALPRDYGGECLQMRLSYSPFAPFFLLLIEWMECSCTDTLPNYLGLHHILI
YKIHVDGMTTISSHERRATLREFYAVIFPYLQQLQGDVTEFKDSYKRNWCTEVNDRIAVEEKKFSHKDLDREDECGICME
TCTKMVLPNCGHSMCIDCFRDWNLRSQSCPFCRGNLKRVNSDDLWVLTSDGDVVDRATLAQENLRRFYLYVNCLPLVNVD
TLFFIHDYMI                                                                      
>Acoe_011_00353                                                                 
MEIILNQIAKSSYKESLKIIESDIQYANTLAAAIPRAKGGAYLQMKLAYDSLAPLYLYLVQWLDCTCTCLLPRYSGLFHV



LVYKVYSDGRTKISSNGRKASIREFYAVILPSLEQLQGNLLELDATLEKDRRIERFGRKGVEERKKLSDIDWEREDECGI
CMEPCAKMVLPNCCHSMCINCYRDWNTRSESCPFCRGSLKRVSSSDLWVLTSTGDFVDSETVTEEDLSRFYLYINNLPRD
APDALFLVYYEYLI                                                                  
>Acoe_014_00860                                                                 
MEGGSGHGEVGSSSTTATTTTSTSASSPAEGRRFPLAAQPEVMRAAEKDDQYASYVSEACRDAFRHLFGTRVAVAHQSET
KLLGQMLYYVITTGSGQQTLGEEYCDITQVASTYGLPPTPARRALFIVYQTAVPYIAERISSRVAARGIMLSDSHSSEIY
GDDTDGENQVQSLVSTGRLSSSPSSGSFSVFTRLKQKFYRMWLLAVQKWPNILPYAREMLQLVLRTNLMFFYFEGLYYHI
SKRAAGIRYMFIGKPLNQRPRYQLLGVFLLIQLCIITAEGLRRSNLSSIASSVHQSSLGSHQASGARGLPVLNEEGNLIT
TNTSLDRGNWASDQTSLSETQGVGGISKCTLCLSTRQHPTATTCGHVFCWNCIMEWCNEKPECPLCRTPVTHSSLICIYH
SDF                                                                             
>Acoe_016_00217                                                                 
MPQRHSKNNNDLAFFTYDEKKKLGYGTQKERLGKDSIKPFDSCCLCLKPYIDPLCCQKGHVFCKECILECLLSQKKDIQR
KQAAHVLQKKQEKDDEEEKLMLQKARELEAFDQQNHGAVPQYNDKSYTRDKNGFHGANSVKVTSYEEEALRNMKAFWLPS
ATPEAPVKVEAPSNCTVCPEGNEKLKLKSLFPIYLTEEDKEQKKSNSISTNFICPSCKVTLTNTLTLVALSTCGHVFCKK
CADRFMAVDKVCLTCNKGCKERNLVCLEKGGTGFAQHDDHLEATDFKHLGSGSGLGLVRPALKT                
>Acoe_016_00286                                                                 
MSLKREEELLECPICWESFNVVENVPYIFWCGHTLCKTCVLSLRWAEVKLPTLPIQLPLFVSCPWCQLLSFRLVWKGSIR
FPKKNFLLLWLVESANGNRTRGCPSSSFGNSESFQPPIIPAVCKSTSVASSREHLCEPLQSITISRQGVHHPVGGWRVCA
PLRKSVALLLHLTAKFPVVVTFMLIVMYVIPASAAILVVYLLITFLFALPSFMVLYFSYPILEWLVGEMIA         
>Acoe_017_00179                                                                 
MKFCKTYQEFMQEQQKELPVVGFKKLKKILKKCRKTHQSQSQSQSLENSNSSRDNDNGEVVLQSSTSSSSTCPHQCPVCD
GTFFSSLLNEMSAIVGCFNERAQKLLELHLASGFRKHLLWLKCKRPKSHSALIQEGKDLVTYAMINAIAVRKILKKYDKV
HYSKQGQAFKSQAQSLHIEILQSPWLCELIAFHINLRETTGTSRTVPGLFEGFSLSLKDDKPSLSCSFFESIKLDVELTC
SICLDTVFDSVSLTCGHIFCYMCACSSASVTIVDGLKAADPRAKCPLCREAGVYEGAVHLEELNILLSQSSCREYWEERL
QSERVERIKQAKEHWESQCRAFMGVMKFCKTYQEFMQEQQKELPVVGFKKLKKILKKCRKTHQSQSQSQSLENSNSSRDN
DNGEVVLQSSTSSSSTCPHQCPVCDGTFFSSLLNEMSAIVGCFNERAQKLLELHLASGFRKHLLWLKCKRPKSHSALIQE
GKDLVTYAMINAIAVRKILKKYDKVHYSKQGQAFKSQAQSLHIEILQSPWLCELIAFHINLRETTGTSRTVPGLFEGFSL
SLKDDKPSLSCSFFESIKLDVELTCSICLDTVFDSVSLTCGHIFCYMCACSSASVTIVDGLKAADPRAKCPLCREAGVYE
GAVHLEELNILLSQSCREYWEERLQSERVERIKQAKEHWESQCRAFMGV                               
>Acoe_019_00004                                                                 
MGSVCGCLHVDDIEEYANPDNPAYQNCICIRCLLQNCITVYTTLFHRGEVHAIPSSVEGETSLTSTASQDINLSDTYSSP
PRPLPYDADPRCYRSQRGGLVSRHEKGSSHSHEESEPLRGSDCNAVFETYSSVEKCYGSAEGGSKECFSDPPLKHPSAKL
ASGIGYFYTSSEEEDVCPTCLEEYTPENPKIMTRCAHHYHLGCIYEWMERSDSCPVCGKVMEFDETT             
>Acoe_026_00303                                                                 
MEDSTEPQNSEQVCNFFRKPSRNKNIRKRKTEDVEEEEDVEESSIVINGKEKKQPQSDNKLLFTTGSSKKSNNTVFQYES
SKEIQVQNDSKATATLETETDFSQDARAIRERQLKQAENALKGKDKKAGDEKVYKGLHGYTDYKAGFRREQTISSEKAGG
SHGPLRASAHIRVSARFDYQPDICKDYKETGYCGFGDACKFMHDRGDYKSGWQMEREWDEAEKLRKKNLAMGLLDEEDEG
AGEGDSDDENALPFACFICRQSFVDPVVTKCKHYFCEHCALKHHSKNKRCFVCNEPTLGIFNTAHEIKKKAVADGK    
>Acoe_027_00026                                                                 
MGRRKQSRPLQSGGVVANVSTSVVDNHIGVDVDAKCTVVVDTSRFFEIDQSYWVSDKHLDIAEVIVRDSRPREVLLDCCL
TEDCFTDSRFSFRFRLHDVEEYSERFKIGTWPVISTDQIFLEILEACAVEDHKEEVVVFTGIFDGPDDSVSGLVHLVSKK
MLMVRPIQEVRVVDDVLTLTMRVEILDKAFDACESLLDNTREPWRRSMVSVMAWLRPEVTTQDTIYGVDGTKPAEFDMQM
DSADNHIASRRNIKFNAADFYEAIKPSKDAPMLEDELPDLLPELRPYQRRAAYWMVEREKGMSQSSGDMDQYDFQRPLCV
PMNFLYSDSRMFYNPFSGSVSLHPESSTPYTSGGILADEMGLGKTVELLACIFAHRKSMSEGTPISEILTQKVEGQKNGL
RRSKIERVECICGALSESPKYKGIWVQCDVCDAWQHADCVGYSPEGKCSVSQEVSKERGRREVQSGKHQKRSNKKSASDI
VEMDGNYICQLCSELIQASQSPVDTGATLIVCPSPILHQWHAEIMRHTRPGSIKTCIYEGVKNASLSATPTMDISELVSA
DIVLTTYDVLKEDLSHDSDRNDGDRRSMRFDKRYPVIPTLLTRLYFWRVCLDEAQMVESNTAAATEMALRLHAKYHWCIT
GTPIQRRFDDMYGLLKFLSATPFEVRRWWLEVIKDPYERGDVGAMEFAHKFFKQIMWRSLKVHVRDELQLPTQEQCVCWL
SFSPIEAYFYQKQHESCMNSAHEVIKSYKEDIKKFHGSQSYDASSDSIVTYAEAAKLLHSLLKLRQACCHPQVGSSGLRS
IQHHSPMTMEEILGVLVSKSKTEGEDALRSTVSSLNGLAGIAMIEGDLPRAVSLYREALSLAEEHSNDFKLDPLLNYHIH
HNLAEIFTQSNLSQIQSMKWELPENAEKGPSNLYEINDINERSGKRQKTCNERSSYLTSIDGHLELQGKENTSDQSMVGL
NGSEVMEYDSQRLLSFKSYLRMMCDSIKKKFLAGYDSKLSQAQQEFRHSYMQLLERGKNNHRGTGTFRSISGMKYAIQTS
LDLLESSRLALIERILEIDKTMEEPRDQDIAHMKYCQNCQKKGDGPICIRCEMGNLCQEYAVRLFFCKKEGNAGRSMVAS
AEEAMTLQKKSSTLNNFFEGLFNPNNDTSSTIIGNEKNKKQRNGWASVTVQRSASELEIVLSVLKTFSKGWLGKDGLSAA
TKHMFLFEVMRKEFVPASSLATAQIQMLCAHGELKDATSRLRLRETDTDTSIDAISPEGLVDANIQNSSDKFMSLTLLSR
MKGQIRYLKRLVLSKAKADSETSSMHVDTDNSGSASQRRELDESGGKFYDETCPICQDNLSNQKMVFQCGHVTCCKCLVA
MTNRQVNPPKKLQEKWIMCPTCRQRTDFSNIACADDRQSKTRKSSLPNTSEGHEKPEASIDVQGSYGTKIEAITRRILWI
KCTEPMSKVLVFSSWNDVLDVLEHALAANHISHIRMKGGRNSHFAISRFKGNTDDAKGNHERCSTQPGKEFFQVMLLLVQ
HGANGLNLLEAKHVILVEPLLNPAAEAQAINRVHRIGQDKRTVVHRFIVKDTVEESIYKLNSNRTTNTIISGNTKNKDQP
VLTIKDVESLFSSTIPAIQPEHEDIPVETLMHFPPAVAAAIAAERRWKEGFAMGRRKQSRPLQSGGVVANVSTSVVDNHI
GVDVDAKCTVVVDTSRFFEIDQSYWVSDKHLDIAEVIVRDSRPREVLLDCCLTEDCFTDSRFSFRFRLHDVEEYSERFKI
GTWPVISTDQIFLEILEACAVEDHKEEVVVFTGIFDGPDDSVSGLVHLVSKKMLMVRPIQEVRVVDDVLTLTMRVEILDK



AFDACESLLDNTREPWRRSMVSVMAWLRPEVTTQDTIYGVDGTKPAEFDMQMDSADNHIASRRNIKFNAADFYEAIKPSK
DAPMLEDELPDLLPELRPYQRRAAYWMVEREKGMSQSSGDMDQYDFQRPLCVPMNFLYSDSRMFYNPFSGSVSLHPESST
PYTSGGILADEMGLGKTVELLACIFAHRKSMSEGTPISEILTQKVEGQKNGLRRSKIERVECICGALSESPKYKGIWVQC
DVCDAWQHADCKSASDIVEMDGNYICQLCSELIQASQSPVDTGATLIVCPSPILHQWHAEIMRHTRPGSIKTCIYEGVKN
ASLSATPTMDISELVSADIVLTTYDVLKEDLSHDSDRNDGDRRSMRFDKRYPVIPTLLTRLYFWRVCLDEAQMVESNTAA
ATEMALRLHAKYHWCITGTPIQRRFDDMYGLLKFLSATPFEVRRWWLEVIKDPYERGDVGAMEFAHKFFKQIMWRSLKVH
VRDELQLPTQEQCVCWLSFSPIEAYFYQKQHESCMNSAHEVIKSYKEDIKKFHGSQSYDASSDSIVTYAEAAKLLHSLLK
LRQACCHPQVGSSGLRSIQHHSPMTMEEILGVLVSKSKTEGEDALRSTVSSLNGLAGIAMIEGDLPRAVSLYREALSLAE
EHSNDFKLDPLLNYHIHHNLAEIFTQSNLSQIQSMKWELPENAEKGPSNLYEINDINERSGKRQKTCNERSSYLTSIDGH
LELQGKENTSDQSMVGLNGSEVMEYDSQRLLSFKSYLRMMCDSIKKKFLAGYDSKLSQAQQEFRHSYMQLLERGKNNHRG
TGTFRSISGMKYAIQTSLDLLESSRLALIERILEIDKTMEEPRDQDIAHMKYCQNCQKKGDGPICIRCEMGNLCQEYAVR
LFFCKKEGNAGRSMVASAEEAMTLQKKSSTLNNFFEGLFNPNNDTSSTIIGNEKNKKQRNGWASVTVQRSASELEIVLSV
LKTFSKGWLGKDGLSAATKHMFLFEVMRKEFVPASSLATAQIQMLCAHGELKDATSRLRLRETDTDTSIDAISPEGLVDA
NIQNSSDKFMSLTLLSRMKGQIRYLKRLVLSKAKADSETSSMHVDTDNSGSASQRRELDESGGKFYDETCPICQDNLSNQ
KMVFQCGHVTCCKCLVAMTNRQVNPPKKLQEKWIMCPTCRQRTDFSNIACADDRQSKTRKSSLPNTSEGHEKPEASIDVQ
GSYGTKIEAITRRILWIKCTEPMSKVLVFSSWNDVLDVLEHALAANHISHIRMKGGRNSHFAISRFKGNTDDAKGNHERC
STQPGKEFFQVMLLLVQHGANGLNLLEAKHVILVEPLLNPAAEAQAINRVHRIGQDKRTVVHRFIVKDTVEESIYKLNSN
RTTNTIISGNTKNKDQPVLTIKDVESLFSSTIPAIQPEHEDIPVETLMHFPPAVAAAIAAERRWKEGFA           
>Acoe_031_00100                                                                 
FSSHASSWTLVLSKLMAHVSCSQLPCDADGYCMVCKTKPSQEETLICNTCATPWHLICLSSSSSSTTPTLTTLLSNLQWD
CPDCCCSISVRKDDGSAFVESSGDLLITAVRAIEADESLTEQEKAIKRQQLMINGRNHSFLFAQDEDLYDQKKITKNKDI
IIDDDEDTDVLRLLDENFNCCFCMKLPERPVTTPCGHNFCLKCFQKWIGQGKRSCAKCRTSIPTKMASQPRINSSLVVAI
GMAKMSKSILPVAQQKMHHIVPNQPQPDKTFTTRRFKKTRKTTARSGKIFVTVPPDHFGPILAGNDPKRKQGVLVGECWV
DRMECRQWGAHRPLIAGIAGHSEHGVQSVVLSGGDKNKEDHGEWFLYTGSGGTYISGNKHAHKKQSFDQTFEKMNQALRV
SCKKGYPVRVLRDECTKNISYEVGKGDKVRFWEDIWIGERALWRDFKDLYAMTDRKHHPVKDFIVCR             
>Acoe_032_00094                                                                 
MMMGEGSVGALVPSVKAESRTTSATTATETALAIVSAEATTTRMVELGGEIDKDLLCPICMQIIKDAFLTVCGHSFCYMC
IITHLNNKNDCPCCAHFLTSSQLFPNFLLNKLLKKTSARQIAKTASPIEHLRQALHQGYDASVKELDSLLSLLAEKKRKK
EQEEAESNMLVLLDFLHCLRKQKVDELNEIQNDLQYIKEDINSVERHRMELYRTRERYSLKLRMHLDEPPASKGWPSSTD
KQSSGLMSSARSLQGGIGSGNFQKKKADIKASISSQGLQRKEAFSGSESQSVIQSGLAVARKKRIHTQFNDLQEYYLQKR
RNLASQGHKQEERDMNTIKREGYHAGLEDFQSVLTTFTRYSRLRVIAELRHGDLFHSANIVSSIEFDRDDEFFATAGVSR
RIKVFEFSSVVNEPADAHCPIVEMSTRSKLSCLSWNKYTKNQIASSDYEGIVTVWDVTTRQSVMEYEEHEKRAWSVDFSR
TEPSMLVSGSDDCKVKVWCTKQEASVLNIDMKANICCVKYNPGSSFHVAVGSADHTIHYYDLRNTSAPLHVFSGHRKAVS
YVKFLSNNELASASTDSTLRLWDVKENLPVRTFRGHANEKNFVGLSVNSEYIACGSETNEVFVYHKAISKPATSHEFGSP
DMDDTDDGAGSYFISAVCWKSNSPTMLTANSQGTIKVLVLAA                                      
>Acoe_032_00117                                                                 
MAHQLPCDGEGICMLCKTKPPKEETLTCKTCISSWHVTCVSSPPKTLVSSIEWDCPDCSGVFVVSSTTAAVGQLSSELIT
AIKGIEADESLTEQQKANKRQLLMSKGKGIADDSFFDENNNKKNNSNDVLDIFDQNFTCSFCMKLPERPVTTPCGHNFCL
KCFQKWIGDGKSSCAKCRTTIPSKMASQPRINASLVVAIRMAKMSKSIPSEAQQKVYHFQHNHQRPDKAFTTERAKKAGK
ANACSGKIFVTVPPDHFGPILAENDPERKQGVLVGECWEDRMECRQWGAHLPHVAGIAGQSEYGAQSVALSGGYEDDEDH
GEWFLYTGSGGRDLSGNKRTNKSQSFDQKFEKLNEALRLSCRKGYPVRVVRSHKEKRSSYAPEKGVRYDGVYRIEKCWHK
VGVQGFMVCRYLFVRCDNEPAPWTSEEHGDQPRSLPNIKELKGATDVTERKDGPSWDYDKEDSCWKWTKPPPFSRRAVNT
GNPEDRKRARTREAQNLSVREKLLKEFSCLICRKVLNLPLTTPCAHNFCKCCLEDAFCGQNFVRERTYAGGRNLRTQKNI
MKCPHCAHDISDFLQSPQVNREMMSVIESLQRKTEEENVKEEESNMTDEQPETVSEDNEKNEMQDGAEVVQNPPRIVNKP
KRTYKRRKVGGDPLLSNQDSMKNPVDSCQEKRIVSGSPEDDETKVGNLTPTSETKTED                      
>Acoe_033_00048                                                                 
MEVIFINVEESLIQKYLTCPICLGIMQQTHAVNECLHRFCKECIEQSLRLVNHECPACRKHLPSKRNLRKDTRYDRIIMA
FYPNINDESNDDMALDEEDRAHNKQMQISFAETFKRQTEALPKRRLVQQTPLSSRSRSPGTDGDEDGQSNDGVRDSSSPE
QSFSTSDYGWDLNHSDEDGQRTISSTEIFKWGRNGQRSQNRHDNGSSSTRKSRGTHLSQVTNNIGNIRLNPEEVDISIAL
IPLNEQTLPSLDTPYITCPSTFSVKQLRQYVANKMGMQLKEVEISLVTAPTFPTSGLMPVYDPTKGDLQLLQSQETVGAL
HHCYNPDGALVSSAFHIKLSAATTISYF                                                    
>Acoe_033_00052                                                                 
MGRKKKNRRSFVGSSSSHQQKQQKKVMEDESQLYTEQDHQWQGLKDVMIPLLRQQDKGKEVILIDDDEEESNQETEGDEF
IDVEESLIRKYLTCPICLGIMQQTHAVNECLHRFCKDCIDQSLLLVNHECPACRKHLPSKHNLRKDTRYDRIIMEFYPNI
NDDNNDDMMQTSFAETFQRQSEALLKRRLVQRTPLSSRSRSPGTDGDEDGQSYDGVRDASPPDHSFSTSDYGWDLNHNDD
DDDDDGERTISSTLIFKWGRNGGYIYCIDSFE                                                
>Acoe_033_00053                                                                 
MGRKKKNRRSFVGSSSSHQQKQQKKVMEDESQLYTEQDHQWQGLKDVMIPLLRQQDKGKEVILIDDDEEESNQETEGDEF
IDVEESLIRKYLTCPICLGIMQQTHAVNECLHRFCKDCIDQSLLWVNHECPACRKHLPSKHNLRKDTRYDRIIMEFYPNI
NDDNNDDMELDEEDKVHNKQMQTSFAETFQRQSEALLKRRLVQRTPLSSRSRSPGTDGDEDGQSYDGVRDASRPDHSFST
SDYGWDLNHNDDDDDDNGERTISSTLIFKWGRNGQRSQNRRDNGSSSTRKSQGTQLSQVTNSIGNIRLNTEEYVANKLGM
QLKEVEISLVTTPTFPTSGLMPLYDPTKGYLQLLQSQETVGALHRCCSPDGALVLGYRRKIFE                 



>Acoe_034_00293                                                                 
MAESGNYARVLNVWKLNFQKLGLELKCSLCLNMLNQPMLLPCDHIFCRTCIPNSTESASKCPICSCHYVDKDLRSIPHME
NILNLYKSMEAALATIHIQSAPQALSTDGEIIGDQNHKRSLNQMTQPSPHSPPSFGETKDSDDDRSEHYGEQSAKILQGK
GAVTNETDDDKISRRPNTNGDDDYSRETKRQKLEFGCQDMASDVGILEQSNNLDAANGLRFHSETGPKSENPIFGANPPT
SDNLHPSSAFACAFCQSYKVSEASGPMLHYLKGKPVDMDKLSQPNVLHVHTKCVDWAPRVYYDERSETMKNLESELARAA
KLKCNECGVKGAALGCLKKSCKKSFHVPCAVFVDECRWDMENFVMLCPSHSSQKFPSERSKSTKKNGNKHHPTTEIASQQ
PDLVWAASPGTAEGLNICGSALSSSDKDLLLNFAKISGATVSKSWDPNVTHVIADTDENGAFCRTLKVLMAILNGRWILT
IDWIKACMEARNHVDEEPYEINIDVYGCRDGPKKGRLRIMDKAPKLFNGLQFYFCGYYEPSYKGYLEELVEAAGGTILME
EILLSQGCDAESECSTRIVVYSLNAPSEREPKNISLLTKREEAERLAVQTRSWAIGHTWILESIAACKLQPFCS      
>Acoe_034_00396                                                                 
METKIVGEDEKIEKIRSFLGQDELPKEEILKALSISGNDTTEAIKVILDTPGFISPLITVKRTSTGSRISTQVKQEEGFE
ASAENGLESKVKSDLGSEEKIKVKEEPMELERFELGVNRIDSDSVDGLKKESDLGVEDKVLVKEEPMEIDRCEPVLPRKQ
EEEVLNGVKVESDLEVEKKDLEMVEQVGLNQSEPVLDRNGHRNDLLAGFDLWCEKHEMKYVDGMIQCVKKEIESFEGLKV
ESDVGIEKNGIKEEKLMDVDESLAHRATKRKKESDNVKVESDLDKEGKGLVKEDPLDVDGYQPKRPKKESQDVVDLTGLI
PKQEVKEEKLPGSSDLDDGEFPDEPDWLLVGRSCVAGLSTCRGKSLDFNEIVYFTFPSTAATNKIVRFWTKRSGEIGRLP
LEWTKCIIPLVSASKVKICGRCVAAPLKLSLMQEIHLYVSFYIHCSIFTKGDTSWNLMAPSKQDSTIHPLLTLLKLLKIA
PFQKAEFTPEELDSRKRVLNTLQGKSDGDKPILSLVKRKKFNQKYPEQNDDEQAVSESTLNKLVGTANVYNLEEMDPPNT
LTCVLHPYQKEALYWMTKSEKGVDVEQAAKMLHPCWAAYQLTDKRPSAVYVNIFSGEATTRFPSATKIAKGGILADAMGL
GKTVMTIALILATAQKGVSDNGEVTKGCKDEDREEKTKSTQTVKGGTLIVCPMALLGQWKDELDSHSKPGSLQVYVQYGA
DRSGDPVALSKSDVVLTTYGVLSTAYKSDSEGSIFHKVEWFRVVLDEAHTIKSSKTQVAQAAYALSSHCRWCLTGTPLQN
NLEDLYSLLCFLRVEPWCNWVWWQKLIQKPYENGDERALKLIKSILRQLMLRRTKDTKDKEGRPILVLPPTDIQVIECKQ
TEAERDFYDALFKRSKVQFDQFVAQGKVLNNYANILELLLRLRQCCDHPFLVMSRADTQKYKDLGKLAIQFLENNSTSNS
LSRPGPTRAYVEEVVDGIRRGENTECPICLESADDPVFTPCAHRMCRECLFSSWRSSSGGCCPICRHHLLKTELITCPSD
SQFRVNIESNWTESSKVSKLMDCLEKLRRKGSGEKSIVFSQWTSFFDLLEIALRRKGIEFLRFDGKLSQRNREYVLKEFN
ESQEKMVLLMSLKAGGVGLNLTAASNVFLMDPWWNPAVEEQAIMRIHRIGQKRTVCVRRFIVKDTVEERMQQVQARKERM
IAGALTDGEIMISSLHLTMFQTSNRAHTKQSQQQQRANPPRPSKGKHKPSRLQKQAPPTIQVTSPMTMASRCAEEGWKVA
IPLLSPLILSPVSPRDEDEQHQTVVMETSSSSTSISSNNQDRQIEMKPVFMTWQHPAAPFYYDSAPSSLTPPFVHQCSME
TKIVGEDEKIEKIRSFLGQDELPKEEILKALSISGNDTTEAIKVILDTPGFISPLITVKRTSTGSRISTQVKQEEGFEAS
AENGLESKVKSDLGSEEKIKVKEEPMELERFELGVNRIDSDSVDGLKKESDLGVEDKVLVKEEPMEIDRCEPVLPRKQEE
EVLNGVKVESDLEVEKKDLEMVEQVGLNQSEPVLDRNGHRNDLLAGFDLWCEKHEMKYVDGMIQCVKKEIESFEGLKVES
DVGIEKNGIKEEKLMDVDESLAHRATKRKKESDNVKVESDLDKEGKGLVKEDPLDVDGYQPKRPKKESQDVVDLTGLIPK
QEVKEEKLPGSSDLDDGEFPDEPDWLLVGRSCVAGLSTCRGKSLDFNEIVYFTFPSTAATNKIVRFWTKRSGEIGRLPLE
WTKCIIPLVSASKVKICGRCVAAPLKLSLMQEIHLYVSFYIHCSIFTKGDTSWNLMAPSKQDSTIHPLLTLLKLLKIAPF
QKAEFTPEELDSRKRVLNTLQGKSDGDKPILSLVKRKKFNQKYPEQNDDEQAVSESTLNKLVGTANVYNLEEMDPPNTLT
CVLHPYQKEALYWMTKSEKGVDVEQAAKMLHPCWAAYQLTDKRPSAVYVNIFSGEATTRFPSATKIAKGGILADAMGLGK
TVMTIALILATAQKGVSDNGEVTKGCKDEDREEKTKSTQTVKGGTLIVCPMALLGQWKDELDSHSKPGSLQVYVQYGADR
SGDPVALSKSDVVLTTYGVLSTAYKSDSEGSIFHKVEWFRVVLDEAHTIKSSKTQVAQAAYALSSHCRWCLTGTPLQNNL
EDLYSLLCFLRVEPWCNWVWWQKLIQKPYENGDERALKLIKSILRQLMLRRTKDTKDKEGRPILVLPPTDIQVIECKQTE
AERDFYDALFKRSKVQFDQFVAQGKVLNNYANILELLLRLRQCCDHPFLVMSRADTQKYKDLGKLAIQFLENNSTSNSLS
RPGPTRAYVEEVVDGIRRGENTECPICLESADDPVFTPCAHRMCRECLFSSWRSSSGGCCPICRHHLLKTELITCPSDSQ
FRVNIESNWTESSKVSKLMDCLEKLRRKGSGEKSIVFSQWTSFFDLLEIALRRKGIEFLRFDGKLSQRNREYVLKEFNES
QEKMVLLMSLKAGGVGLNLTAASNVFLMDPWWNPAVEEQAIMRIHRIGQKRTVCVRRFIVKDTVEERMQQVQARKERMIA
GALTDGEVRRARIEELKMLFR                                                           
>Acoe_036_00048                                                                 
MADDEGNRRMDLNLYLGLPRRRTESSDLGSDLALGSLPLSEEMSSSNTQSYPPVSQPIQPHGEIIEHGSFLGVDYSLYSP
SYSPPSPISQVGMGEQTLGLEVADAHAHAPYSPSFVHVSPPTAQDSTEAILEGSSSNHGEYVPYSVSYVPATASMSLPDD
LLEVQEENTHVPYIPVPPITQVNNDSGRSRPVVPAAVGFRSYQEVDDSPLRREFLQFPEFRFRRLIEANRRLRVRRHRPR
LPYGVESDSSAFSTGPVHSSREARASEGLTETNSVSQKASSEAGPIEDLEQDSKKDQSSAVANFDCNVCLDVAQEPVVTS
CGHLFCWPCLFQWLHIHCDHRECPVCKGEVTELDITPIYGRGSSEKEIGKPGKEADSSLKIPPRPRGRRLESLRQRISRP
LSRRPREEIGSWRFIVDEEMHNRPEDLMEPPMLGTFEGTTSRRMLSRLMAAQRFPREDSLENMLNFAGNASSSNANEGAN
GDSILDRIQGLGSSTHPVLARRGIDFWRRFSFNNILSTDRLTAIASDLSTVVEGIEAGASNSGAAASTSANPRGSRPINV
HRPVEAALAADQASASSTIAVIQGDSSTPVDPPAEPSSVGSSRTLRRRRRNTVSGSLDIDGGNHACKRRRLN        
>Acoe_036_00096                                                                 
MASIPTKKGALDYIEENYRDQDEETTSSNISTRRLKQKEKMDVLEEEESEEENNDSYEDECEHYNIEEEPQIEKEEEEVD
DYDGEEVREDESVGSDNEEKNDDKYVTMKLSKIYGNIACPICSGILKKARAATECMHRFCGECIDKAMETGNQECPVCRV
QIPNLRSLRDDVNYDRIVAIICADMKKYENEVLI                                              
>Acoe_036_00097                                                                 
MPAQKRSAESLEDESLEKEQFQQQHQVKKEDEEEEEEDDDDEREEEDEQKEQVEAEAEEEDVEENENDDEEEEEDSNGSR
SSKDEDNDEYVTVNLADIRKEVQCPICLGIIRKTRTVMECLHRFCRECIDKSMRMGNNECPACRTHCASRRSLRDDPNYD
ALIAALYQDIDKYEAEELAFREEEKTRNKQIQASIAQTFQRQTEALGRKRTTAKAVAAFMRRSRGRYRRGRSSRNSRATE
LQVSDDDEDENGNEGGRDSSSADERVTDVKSKRCKRWSGPRYSQPSPVDADGGCDGNNDLEVSRESTIASPAFMGSPEVL
AWGRGGARSHTRYGSIGGNGKNGRNNRIARLVDHLRSSEDNIDKLDVHLVVVPLDDQIIPSLEEPFLRCRPTLCVGQLCQ



FVSLQTPLQAEDVEILLVKEPRFNRIASDGSHPSIDPGKDILQLVEEQETLGELLATCNFNGSNLVLAYREKVSTMLSHL
CIRVDQYVTVNLADIRKEVQCPICLGIIRKTRTVMECLHRFCRECIDKSMRMGNNECPACRTHCASRRSLRDDPNYDALI
AALYQDIDKYEAEELAFREEEKTRNKQIQASIAQTFQRQTEALGRKRTTAKAVAAFMRRSRGRYRRGRSSRNSRATELQV
SDDDEDENGNEGGRDSSSADERVTDVKSKRCKRWSGPRYSQPSPVDADGGCDGNNDLEVSRESTIASPAFMGSPEVLAWG
RGGARSHTRYGSIGGNGKNGRNNRIARLVDHLRSSEDNIDKLDVHLVVVPLDDQIIPSLEEPFLRCRPTLCVGQLCQFVS
LQTPLQAEDVEILLVKEPRFNRIASDGSHPSIDPGKDILQLVEEQETLGELLATCNFNGSNLVLAYREKVST        
>Acoe_037_00214                                                                 
MELEFDTNGMLEDSLYQYSGDIDSTASGNERCGICMDVIIDRGVLDCCQHWFCFTCIDNWATITNLCPLCQNEFKLITCV
PVYDTIGSGKVEDDSHSRDEDWCIQGTNNTLSFPSYYIDENAVICLDGNGCKIRNGVATSEDVSVLDTSIACDSCDIWYH
AFCVDFDPESTSENSWLCPRCIDDVPQKTDGVSLQMQNNQYCPESVSPEHLVDGSHSGKLSVYVADAGETAVVVSMIKGK
HLTKETSGNSLSARDNNKNNESLDKISNIQLYVDTTEKSLALSLSQDTHFTVPCDSLRLSELETNLADEAVFEGNISDSM
NLFSGLLSDKSNNESQPSESESKVDLHLGLSVGSSLSVDKMNSDATENKNSEVSQSLELFKEISVSADEMDLDSNEDAVG
SSHVKRQSMSSRDHVLVTGQTDVDNICTRDETVADPPAKKAKGDGNSKQIRLKDECRKSITGTGQECSNLPDGSNEEIDS
MHTRDEMIAKVRSKKSKVGGKSQRSHLTPKVKKSIVGNTQECAHTSAGSKDNKVRDIPYQEDRTATVLSIDRGNNQNYSG
GASHANAANNSLVERDNGAGLRVKKIMRRVAEDESSTLFENLRKEIKEAVRSKATNDLSKSNLFDPELLLAFRNAIAGQR
PEHEPVKRLDPMAIRAKKLMLQKGKARENLTKKIYGNSNGRRKRAWDRDLEVEFWKHRCKRVTNPEKVETLKSVLGLLRK
SSENSEMRNEPREEGVNPILSRLYLADTSVFPRKDDIKPLSALTGVGSNEVSKEQNAKETVSKSVNDYQTSATPLQISTN
FSQYPKDEGACKKSYSNGSIIKQNSMSMASGSKDNHSLKKEPGKSDVKSDKRKWALEVLARKTSTVQRHVTQEKEGDSTM
LKGNFPLLAQLPPDMRPVLAASRHNKVPISVRQAQLYRLTEHFLRKADLPVIRRTADTELAVADAVNIEKDVVNRSSSKL
VYVNLCAQVLLQHMNNNRPDSDVEPDPSQSVVHAEKIDIAPEDLSDLSGEAALRLAGLVSDSPPSSPPPDSDDNIFPMNG
DKGPENVFDIDTHAELDIYGDFEYDLENEDYIGGIVPHVSKPQAEEGDSKMKVVFSTLTTRRTDDAVDPKDTERFGFSNE
INDSSCHELHKDIRVLTSDVSRETCPPPESLQEEIGEEEPSLAECEELYGPDKEPLVDRFPDKALREGSISIGKEVLAEN
EGPRENADCIQNKSVSTENIIVNGGLPGECDSSGGDNSANRSSVNENLRMKEKKTNKTKQSDIIHSISKKVEAYIKEHLR
PLCKSGVITVEQYRWAVEKTTAKIMRYHSKDTNANFLIKEGEKVKKLAEQYVEAAQNKDDS                   
>Acoe_040_00076                                                                 
MEGSSGHGEVGSSSTTTTTTTSASSPAEGRRFPLAAQPEVMRAAEKDDQYASYVSEACRDAFRHLFGTRVAVAHQSETKL
LGQMLYYVITTGSGQQTLGEEYCDITQVAGTYGLPPTPARRALFIVYQTAVPYIAERISSRVAARGIMLSDSHSSEIYGD
DTDGENQVQSLVSTGRLSSPPSSGSFSVFTRLKQKFYRMWLLAVQKWPNILPYAREMLQLVLRTNLMFFYFEGLYYHISK
RAAGIRYMFIGKPLNQRPRYQLLGVFLLIQLCIITAEGLRRSNLSSIASSVHQSSLGSHQASGARGLPVLNEEGNLITTN
TSLDRGNWASDQTSLSEAQGVGGISKCTLCLSTRQHPTATTCGHVFCWNCIMEWCNEKPECPLCRTPVTHSSLICIYHSD
FMEGSSGHGEVGSSSTTTTTTTSASSPAEGRRFPLAAQPEVMRAAEKDDQYASYVSEACRDAFRHLFGTRVAVAHQSETK
LLGQMLYYVITTGSGQQTLGEEYCDITQVAGTYGLPPTPARRALFIVYQTAVPYIAERISSRVAARGIMLSDSHSSEIYG
DDTDGENQVQSLVSTGRLSSPPSSGSFSVFTRLKQKFYRMWLLAVQKWPNILPYAREMLQLVLRTNLMFFYFEGLYYHIS
KRAAGIRYMFIGKPLNQRPRYQLLGVFLLIQLCIITAEGLRRSNLSSIASSVHQSSLGSHQASGGPKSLTRSSTMFAYME
GSSGHGEVGSSSTTTTTTTSASSPAEGRRFPLAAQPEVMRAAEKDDQYASYVSEACRDAFRHLFGTRVAVAHQSEMLYYV
ITTGSGQQTLGEEYCDITQVAGTYGLPPTPARRALFIVYQTAVPYIAERISSRVAARGIMLSDSHSSEIYGDDTDGENQV
QSLVSTGRLSSPPSSGSFSVFTRLKQKFYRMWLLAVQKWPNILPYAREMLQLVLRTNLMFFYFEGLYYHISKRAAGIRYM
FIGKPLNQRPRYQLLGVFLLIQLCIITAEGLRRSNLSSIASSVHQSSLGSHQASGGPKSLTRSSTMFAY           
>Acoe_041_00033                                                                 
MAHNSELPCDGDGLCMVCKNKPAEEDTLTCKTCNTPWHVSCLSSPPETLVSTLQWNCPDCSLLFTDIVPALKSVESGDLL
SSIRAIEADESLTELEKAKKRQDLMSRGVNGKKNKEDDVDGGDSEVFELLGGNLNCSFCMQLPDRPVTTPCGHNFCLKCF
EKWIGQGKRTCAKCRSKIPSNMASHPRVNSSLVIAIRMAKMSKSFTTKVEPLKVYHFVHNQNRPDKAFTTERAKRAGKSN
ACSGKIFVTVPSDHFGPILAENDPERKQGVLVGECWEDRMECRQWGTHLPHVAGIAGQSDYGAQSVALSGGYEDDEDHGE
WFLYTGSGGRDLSGNKRTNKEQSFDQKFEKYNEALRVSCMKGYPVRVVRSHKEKRSSYAPEKGVRYDGVYRIEKCWRKIG
IQGHKVCRYLFVRCDNEPAPWTSDEHGDKPRPLPAIKELKKATDITERKEKPSWDFDEVERCWKWKRTPPMSRKRMDTGD
PEERHKAAQLMYSVDPEERQRARRAAKKAQNLSVRERLLKEFSCLICRKVITLPLTTPCAHNFCKHCLEGAFAGQTFYKE
RNCEGRRTLRAQKNIMKCPHCPMDISEFLQNPQINRELMDVIESLRIKTEENVEEAEADVEESSKEESDSTDKKPEAGEE
NVDEAEADVEESSKEESDSTDEKPAADVDMEVSKESLHELEGGKKSKQNSPIKSKPMPTKLGGEQKEISPMKKCDALSKD
KKDSSLEDKITGSDKEKLQTPTTDSRLKRKKADNDNCGSSGVRTRSMRSKELIDEENDSQVEKSKGTRLYKKKKLNFADS
VSKVGGMRTRSQVLRD                                                                
>Acoe_049_00063                                                                 
MMANQVMKLRKEAIVARITCSICNKLFRDATTISECLHTFCRKCIYKKLTHEELDRCPICSINLGCAPLEKLRPDHNLQD
VRAKIFPFKRRKVSAPENMASISLPVRRKERSLSSLVVSTPRVSPQTSMTGRRTKSIARKAVALRGSGFSIDQSIKREDV
PMEGCPESSSSRETLTKLSHHKRQTSGNLYNNLNSSKHEENDSDNLTGKADLCNLNTLVEAANRTKPIKFHSQGSDAKPE
TPQTANNGTRGPKGKVKKNSLKKRNDDDDNDSTSVGLAKSKKLSRAKRKRKSATEELGASAQAILSSSGIKRDRSGPIWF
HLVASEDQEGNRSLPQIPSSYVRLGNGDIPVSVIQKFVMGKLNLSSEAEVEITCRGQPVDPTVQLPTVVDAWLQSASRSE
RIQTSVGASGKDFVMVLGYRRKIQPTEVL                                                   
>Acoe_055_00070                                                                 
MPDHVNPLHDICDLTCKCCTFLSGWVSSFIVRHVPVLFVKPGENCHSKFSIQVENRLTAMAQMDPIDILSSDSDNETEPV
RGNELSLPMGSAASSMTRKLPLWHSTSTTKHNGYSGSSRSQQLPERTSSSAERPESYNHLSVDEYQKLPSSIYRGTSPNQ
HMSLVGDPKSSKANMKSVHMDNGLYIEDLDKSVSSSYKDRLGNGYGNVSQHPLKRSLPPSFHSSASTAKAQASMGNGGNF
KSSDAHNKSYQSFDTNSIDRKVHTTNNFGGKNSDEVYMYEHSGSRLLPPSLMHDKLLPCSQSAGSSNSAYNPGGTEDRPT



DDERLVFQAAVQNLSQPKVEVDLPDGLLAVPLMRHQKIALAWLSQKETTSVHCLGGILADDQGLGKTISMIALILLQKYL
QSMSTTDDLQTVKTEAFNLDDDDEGISESVDLNQSVKSDEIKPVLKVSGVVPTFHKGRPAAGTLVVCPASVLRQWARELD
DKVTDNAKLSVLIYHGGTRTKDPVELAKHDVVVTTYSIVANEVPKQPLVDDDDEDQKDGEKYGLSSEFSNNKKRKKAPNA
NKKGKKGRKGLDSSSIDCGGGTLAKVGWFRVILDEAQTIKNHRTQVARACCGLRAKRRWCLSGTPIQNTIDDLFSYFRFL
KYDPYSVYKSFCSSIKYPISKNSAHGYKKLQAVLKTIMLRRTKGTLLDGEPIINLPPKSISLMKVDFSIEERSFYSKLEA
DSRSQFKVFFVTGICCSWHGEPKLCKHSFDAFATSPACDHPLLVKGDMSDFVGKASVEMAKRLPRELLLNLLNLLEDPIC
SLCGDPPEQAVVTMCGHVFCYQCVSDYLTGDDNFCPAHECKEQLGTDVVFAKATLRNCITGYSHDDTTSSSEGTDKTLVL
QDMYTSSKIRAALEILEKHCKLKKFSNKYLECSDFDDCVATNSCQAERSVKAIVFSQWTGMLNLVENSLKNTCIRYRRFD
GTMSLASRDKAVKDFNNDPEVTVMLMSLKAGNLGLNMVAACHVILLDLWWNPTTEDQAVDRAHRIGQTRPVTVSRLTITD
TVEDRILALQEEKRKMVASAFGEDQMGGSSTRLTVEDLRYLFMVMPDHVNPLHDICDLTCKCCTFLSGWVSSFIVRHVPV
LFVKPGENCHSKFSIQVENRLTAMAQMDPIDILSSDSDNETEPVRGNELSLPMGSAASSMTRKLPLWHSTSTTKHNGYSG
SSRSQQLPERTSSSAERPESYNHLSVDEYQKLPSSIYRGTSPNQHMSLVGDPKSSKANMKSVHMDNGLYIEDLDKSVSSS
YKDRLGNGYGNVSQHPLKRSLPPSFHSSASTAKAQASMGNGGNFKSSDAHNKSYQSFDTNSIDRKVHTTNNFGGKNSDEV
YMYEHSGSRLLPPSLMHDKLLPCSQSAGSSNSAYNPGGTEDRPTDDERLVFQAAVQNLSQPKVEVDLPDGLLAVPLMRHQ
KIALAWLSQKETTSVHCLGGILADDQGLGKTISMIALILLQKYLQSMSTTDDLQTVKTEAFNLDDDDEGISESVDLNQSV
KSDEIKPVLKVSGVVPTFHKGRPAAGTLVVCPASVLRQWARELDDKVTDNAKLSVLIYHGGTRTKDPVELAKHDVVVTTY
SIVANEVPKQPLVDDDDEDQKDGEKYGLSSEFSNNKKRKKAPNANKKGKKGRKGLDSSSIDCGGGTLAKVGWFRVILDEA
QTIKNHRTQVARACCGLRAKRRWCLSGTPIQNTIDDLFSYFRFLKYDPYSVYKSFCSSIKYPISKNSAHGYKKLQAVLKT
IMLRRTKGESFLIFVCC                                                               
>Acoe_057_00083                                                                 
MADSSHLEKMGRELKCPICLSLLNSAVSLTCNHVFCNLCLMKSMKSDSHCPVCKVPYRRREIRPAPHMDNLVSIYRTMEV
ASGVNIHVTQNAPTKVSDGKKQLQVNRSDAGDSSHGNSKKQKIPKNKGSKKLVKTLEEKSDPRPSIKPSFPAKKRVHVPQ
CLQSETPTRIEKYEEHLGKKEDKGPREGSSVLQEKPSFTEGGQPVFSPFFWLREIGDNDEEERLSSQTMETDHASDTSPH
KFASFSDIKESDNESPSKMPENIKADTQSKLAAAFDSEMFEWTQRPCSPELCFTPVKNKVVYQNELDRLQENNEGGSEFF
SAPSREEYVSENKEQGNGSTEIESSSSQKAKNKRALNGRTKSNNSGKSKRTQDDLSVDEAQEHIESLWQEDNHFAEDIIP
YRRNKVRKNKKATFGTQDLNEATEEALIFEAKVQNRIEEDVGNTTDLSRETTGSNENLKNNSCKSMNYQKNLHKSSLVKE
LKEVSINQDQRNDNVENHSLLLSCQKDDDGRTYLDDKTNQESIKVDFHDQRKGGENLRKRKISRLSDDDIAHSLLADKVV
KECSKAAAKKSQRVTVCQKASENKAMDKVKPTNKVLTVAKDRSLRRCESVRGQFCCAFCQSCKDSEVSGEMMHYSNGKPV
APDYNGGTSIIHAHRSCTEWAPNVYFDDEIAINLEPELARSRRIKCSCCGIKGAALGCYEKSCRKSFHVPCAKLVPQCRW
DSDNFVMLCPLHSLSKLPKELSASQGKRQKRHVLKRDSQPVQAEVMAHHGASTNPLWKVPSHKWVLCCSGLTNAEKDVVS
EFTKMTGVSISKTYGPNVTHIIASTDENGACRRTLKFLMAILEGRWILKIDWIKACMKAMKPVAEEDYEISIDVHGIRNG
PHLGRLRVMNKQPKLFEGCNFYFMGEFQPSYKGYLQDMVVAAGGNVLQRKPISGDMCGLSSESTTYIIYNAEQSKECGSA
KKLLCSRRQDEAEALASSNGAKVAPHSWVLDSIAACNLQPL                                       
>Acoe_063_00001                                                                 
MIGGFTYVDNQPHNGSAFRFLSCLLLQSHGWFSFLFVRSYKMKGSVNVPNKGVRYDGVYRIEKCWRKIGEQAKYKVCRHL
FVRCDNEPAPWKRSLPVMEELEAATDVTERKEDPSWDYDVEESCWKWKRPPLKNRKRARKARKKAENLSPRESPQRFGLS
CTMCRNVMNNPVTAGCGHSFCKSCLEGAFSGQTFVNRGLMGTIESLQQKTEDEINEDTSGVESCQDSN            
>Acoe_066_00014                                                                 
MKRRSQRLRASDAKKIRIKDLSDDDDEDFSLDVNDVKSVDEGGISGNSLLHVSDDELKGIEENKLSRNDKGKKVVDVGDV
SDDSVWECSSSDSSSDDYLKERMNSAMKTKKKGGKNGFVEIREVNMAEGENSMVMREVIQGQDGNIAENIPEVRPGGEYA
FDIVRQPFRPRPPKRRGRKGEIRPALLWEMMEDENDNWIDEHSSESIDWDCLEEQVTETAEPSQDLTISLLRYQKEWLAW
ALKQEESVSRGGILADEMGMGKTIQAIALVLAKRALLQKIGGSNVCSPSLGLSGGLPEMKCTLVICPVVAVMQWADEVKK
YTAKGSTRVLVYHGPSRRKSLTQFSDYDFVLTTYSIVEAEYRKNVMPAKEKCVWCGKLYLPKKMGVHLRYFCGPDAIRTD
KQSKQARKKGKLGKKTSKSGEKSNLTEVRSDDSERSEGEGTSKKAKWRTKQAKKGKDMGGGDKNIEAGEAGASSSNGSLA
SKDQGSCLRNSLLHSVWWNRIILDEAHYIKDRRSNTAKAVLALESSYKWALSGTPLQNRVGELYALVRFLQITPYSYYFC
RDCDCKSLDYSTTTQCPNCPHKSVRHFCWWNKFVATPIQTSSSSDEGRRAMILLKHKLLKSIVLRRTKKGRASDLALPPR
IVTMRRDTLDDKEEDYYESLYKDSQLQFNTYIKAGTLMNNYAHIFDLLTRLRQAVDHPYLVIYSNSAVSRNQNNINGAVH
NCGLCHEQAEDPVVTSCEHAFCKACLTDYAAALGEALCPSCSKPLTADFTAEMNPGDQSTRTTIKGYRCSSIMNRIDLTE
FQTSSKIDALREEIRFMVERDGSAKGIVFSQFTSFLDLIRYSLEKSGIQCVQLVGSMTMAARDVAIKRFTDDPDCRIFLM
GLKAGGVALNLTVASNVFLMDPWWNPAVERQAQDRIHRIGQYKPIRITRFIIENTVEERILKLQEKKELVFEGTVGGSAE
ALTKLTEADLRFLFAT                                                                
>Acoe_073_00010                                                                 
MVNVKLEPGECSGIPVIKQEQQQPWAKLVPLDSKHPVIEIRLNDMVICSETTFSSHNKHEWCKITKNPDLCSGKLQNLSS
TTVIVDGICVEKEDTTIVKCGTNIITGPEKEGYLSYKFRLMAVPENSQKLVKIPIDSEHAKCSICLHVWHDVVTAGPCFH
NFCNGCFSEWLKRSQKETSSVRCPHCRADVHFVGRNYFLRSIEEGILACDLSLKRSDDELAVLDGCASIQSNLVIRNGNL
SRRKRPYSPPNEETGRVELSCPQCGSRSGGFQCNQSTSHLQCHACGGMMPARTDISVPQHCLGCDRAFCWAYWREQGVFS
SDSHPVCRHENIKPISEYNITRIPSLTHQSNRFEQDITKRSIQQMGKTLKNVVSDWILKLNNREIDRTRMPLNHAESITS
ASYLCNDCYDKLVSFLLYWYRITTPTYRLPPDVSAREDCWYGYECRTQHHSEEHARRRNHVCRPTRGSGMMVNVKLEPGE
CSGIPVIKQEQQQPWAKLVPLDSKHPVIEIRLNDMVICSETTFSSHNKHEWCKITKNPDLCSGKLQNLSSTTVIVDGICV
EKEDTTIVKCGTNIITGPEKEGYLSYKFRLMAVPENSQKLVKIPIDSEHAKCSICLHVWHDVVTAGPCFHNFCNGCFSEW
LKRSQKETSSVRCPHCRADVHFVGRNYFLRSIEEGILACDLSLKRSDDELAVLDGCASIQSNLVIRNGNLSRRKRPYSPP
NEETGRVELSCPQWSRSGGFQCNQSTSHLQCHACGGMMPARTDISVPQHCLGCDRAFCWAYWREQGVFSSDSHPVCRHEN



IKPISEYNITRIPSLTHQSNRFEQDITKRSIQQMGKTLKNVVSDWILKLNNREIDRTRMPLNHAESITSASYLCNDCYDK
LVSFLLYWYRITTPTYRLPPDVSAREDCWYGYECRTQHHSEEHARRRNHVCRPTRGSGMMVNVKLEPGECSGIPVIKQEQ
QQPWAKLVPLDSKHPVIEIRLNDMVICSETTFSSHNKHEWCKITKNPDLCSGKLQNLSSTTVIVDGICVEKEDTTIVKCG
TNIITGPEKEGYLSYKFRLMAVPENSQKLVKIPIDSEHAKCSICLHVWHDVVTAGPCFHNFCNGCFSEWLKRSQKETSSV
RCPHCRADVHFVGRNYFLRSIEEGILACDLSLKRSDDELAVLDGCASIQSNLVIRNGNLSRRKRPYSPPNEETGRVELSC
PQCGSRSGGFQCNQSTSHLQCHACGGMMPARTDISVPQHCLGCDRAFCWAYWREQGVFSSDSHPVCRHENIKPISEYNIT
RIPSLTHQSNRFEQDITKRSIQQMGKTLKNVVSDWILKLNNREIDRTRMPLNHAESITSASYLCNDCYDKLVSFLLYWYR
ITTPTYVSAWNIKGSSTLTCENIFLCCTSWLHWSC                                             
>Acoe_084_00041                                                                 
MMEHYFQHGVANHKGKDGSPAQKSVTSSAASSDDINGCFDCNICLENAHDPVVTLCGHLYCWPCIYKWLHFQGTSVKPEE
QQQCPVCKAGISQTTLVPLYGRGQSSQNELKDNGPLQSLDIPTRPRACGVDALIPTSTSTSQPNHNVQRNPYRSQPQTQS
PRRQYQLPNSFGTPSNISTTLHPMIGMFGEMVHTRVFGNSPAGSLYWYPNSLHHIGTTSPRMRRQEMQAEKSLNRVSIFL
FCCLVLCLLLF                                                                     
>Acoe_102_00005                                                                 
MKSAYRSVMFYIGQKELEMQVKLNKIVGQCRQKCEAMQEKFTEKLEQVHTAYQKMAKRCQMMEQEIESLSKDKQELQEKF
AEKSRQKRKLDEMYDQLRSEYDSVKRSAIQPAGNFFSRAEPDLFASPANIMDNRDPLRQDRSIFNPDTPGRREDIWPAAR
QKSNSGPFDMSGGSPAKQVQISGDVANRRPGARPLSGAGVGNPSMTLRNLILSPMKRPQLSRNRTQMFTLMRCNACWREL
EGRAVTTTCGHLLCTEDASKILNNDGACPICDQVLSKSLMKPVDINPNDEWTNMVMAGISPQILMKSAYRSVMFYIGQKE
LEMQVKLNKIVGQCRQKCEAMQEKFTEKLEQVHTAYQKMAKRCQMMEQEIESLSKDKQELQEKFAEKSRQKRKLDEMYDQ
LRSEYDSVKRSAIQPAGNFFSRAEPDLFASPANIMDNRDPLRQGKS                                  
>Acoe_129_00001                                                                 
MMMTNDNNPSSSSSMMMTSSWPSDGDGDGVDNDDDVCFQGFEGIEDLDFSIDLDFLLKGTTSEDDLSKEQLQNCNNDDLN
KNSTSLMSCPEELPQGGVVPNAVSHWSQLELQNSTRESEEVLPREDGFQKSSEWCRSDNVVPSDPGEGLGSEQTFEFSET
SGVILDHGKVDSVSHVDSPHRTGSLSLTDWSAMSCVENDTCSSRERDGASMDASLYNYDKSTIPSHIPSSSNTFNFASGE
SSGSTDHVKLIDLNNENENDFSHAGDFYSNCAPHLTVMDESDFAYGSDNGIFGNCMEEPGGLDRNYYTYTGEASLPNPHP
TEIYRNQGSDFYCEAYKVNTPQSSCEPSSTFVDSSTCMDFSKEYLTHGFDLPLKESKNEHMTCTEGEVEDHYFPSRSMCI
DSKMKVEAEEAVSGLSVTPDSSVMNFSNVGTCQGRSTNFQASSHCYTGLESSYDADVSSSSDASWRSLHGNQSFVPMKKE
MVGIEDDQRNEFHASRRRSALYCAFNADNVVEDHSLSISRSSVCGIEDGPCGEQGSNHLIPDTKSLISIKRIKVSVKDER
KNDFILPRNLNSHHVMPNGVVNGNNSVYRSEDDEDADVCILEDISDPRTVPAVKVNGESLITSQQHINDPLYQIGMAGTR
LRATDERITFRVALQDLSQPKLESDPPEGTMAVSLLRHQRIALSWMVQKETVSVHCSGGILADDQGLGKTISTIALILKE
KPPSSKLSQISVKHEEPQAFNLDDDGDGGIFRENGLNRDTNGRDVVNKSSMKNENALMLTKGRPAAGTLIVCPTSVLRQW
ADELQNKVSKETNLSVLVYHGSNRTKDPFELAKYDVVITTYYIVSMEVPKQPLVDKDGEERGQAEGHGLPPMEFSSSKKR
KYPPSGDKKTRKNKKGMDSDLLESIGRPLARVGWFRVVLDEAQSIKNHRTQVARACWGLRAKRRWCLSGTPIQNHIDDLY
SYFRFLRFDPYASYKSFCSMIKVPISRSPTHGYKKLQAVLKTIMLRRTKGTLLDGEPIINLPPKSVELRRVDFSMEERDF
YSKLEADSRAQFKVYAAAGTVKQNYVNILLMLLRLRQACDHPLLVKGNDSSSVWKSSVETAKKLAVDKQLQLLNCLEACS
EICGICNDPPEDAVVTICGHVFCNQCILEYLTGDENVCPAVQCKVHLTVTSVFSKDTLRSSLSDQPKHDSSVSKPVETLE
PRSQCPSDSSKIKAALEVLESLSKPLGSSIRNSALKPSNEVTLCLANGSDSHLQDERHLDAENCLNKSIVRVSEKAIVFS
QWTRMLDLLEIQLKNSSIQYRRLDGTMSVLARDKAVKDFNTVPEVTVMIMSLKAASLGLNMVAACHVILLDLWWNPTTED
QAIDRAHRIGQTRPVSVLRLTVKDTVEDRILALQQKKREMVASAFGEDENGSRQTRLTVDDLEYLFMAMMMTNDNNPSSS
SSMMMTSSWPSDGDGDGVDNDDDVCFQGFEGIEDLDFSIDLDFLLKGTTSEDDLSKEQLQNCNNDDLNKNSTSLMSCPEE
LPQGGVVPNAVSHWSQLELQNSTRESEEVLPREDGFQKSSEWCRSDNVVPSDPGEGLGSEQTFEFSETSGVILDHGKVDS
VSHVDSPHRTGSLSLTDWSAMSCVENDTCSSRERDGASMDASLYNYDKSTIPSHIPSSSNTFNFASGESSGSTDHVKLID
LNNENENDFSHAGDFYSNCAPHLTVMDESDFAYGSDNGIFGNCMEEPGGLDRNYYTYTGEASLPNPHPTEIYRNQGSDFY
CEAYKVNTPQSSCEPSSTFVDSSTCMDFSKEYLTHGFDLPLKESKNEHMTCTEGEVEDHYFPSRSMCIDSKMKVEAEEAV
SGLSVTPDSSVMNFSNVGTCQGRSTNFQASSHCYTGLESSYDADVSSSSDASWRSLHGNQSFVPMKKEMVGIEDDQRNEF
HASRRRSALYCAFNADNVVEDHSLSISRSSVCGIEDGPCGEQGSNHLIPDTKSLISIKRIKVSVKDERKNDFILPRNLNS
HHVMPNGVVNGNNSVYRSEDDEDADVCILEDISDPRTVPAVKVNGESLITSQQHINDPLYQIGMAGTRLRATDERITFRV
ALQPKLESDPPEGTMAVSLLRHQRIALSWMVQKETVSVHCSGGILADDQGLGKTISTIALILKEKPPSSKLSQISVKHEE
PQAFNLDDDGDGGIFRENGLNRDTNGRDVVNKSSMKNENALMLTKGRPAAGTLIVCPTSVLRQWADELQNKVSKETNLSV
LVYHGSNRTKDPFELAKYDVVITTYYIVSMEVPKQPLVDKDGEERGQAEGHGLPPMEFSSSKKRKYPPSGDKKTRKNKKG
MDSDLLESIGRPLARVGWFRVVLDEAQSIKNHRTQVARACWGLRAKRRWCLSGTPIQNHIDDLYSYFRFLRFDPYASYKS
FCSMIKVPISRSPTHGYKKLQAVLKTIMLRRTKGTLLDGEPIINLPPKSVELRRVDFSMEERDFYSKLEADSRAQFKVYA
AAGTVKQNYVNILLMLLRLRQACDHPLLVKGNDSSSVWKSSVETAKKLAVDKQLQLLNCLEACSEICGICNDPPEDAVVT
ICGHVFCNQCILEYLTGDENVCPAVQCKVHLTVTSVFSKDTLRSSLSDQPKHDSSVSKPVETLEPRSQCPSDSSKIKAAL
EVLESLSKPLGSSIRNSALKPSNEVTLCLANGSDSHLQDERHLDAENCLNKSIVRVSEKAIVFSQWTRMLDLLEIQLKNS
SIQYRRLDGTMSVLARDKAVKDFNTVPEVTVMIMSLKAASLGLNMVAACHVILLDLWWNPTTEDQAIDRAHRIGQTRPVS
VLRLTVKDTVEDRILALQQKKREMVASAFGEDENGSRQTRLTVDDLEYLFMAMMMTNDNNPSSSSSMMMTSSWPSDGDGD
GVDNDDDVCFQGFEGIEDLDFSIDLDFLLKGTTSEDDLSKEQLQNCNNDDLNKNSTSLMSCPEELPQGGVVPNAVSHWSQ
LELQNSTRESEEVLPREDGFQKSSEWCRSDNVVPSDPGEGLGSEQTFEFSETSGVILDHGKVDSVSHVDSPHRTGSLSLT
DWSAMSCVENDTCSSRERDGASMDASLYNYDKSTIPSHIPSSSNTFNFASGESSGSTDHVKLIDLNNENENDFSHAGDFY
SNCAPHLTVMDESDFAYGSDNGIFGNCMEEPGGLDRNYYTYTGEASLPNPHPTEIYRNQGSDFYCEAYKVNTPQSSCEPS
STFVDSSTCMDFSKEYLTHGFDLPLKESKNEHMTCTEGEVEDHYFPSRSMCIDSKMKVEAEEAVSGLSVTPDSSVMNFSN



VGTCQGRSTNFQASSHCYTGLESSYDADVSSSSDASWRSLHGNQSFVPMKKEMVGIEDDQRNEFHASRRRSALYCAFNAD
NVVEDHSLSISRSSVCGIEDGPCGEQGSNHLIPDTKSLISIKRIKVSVKDERKNDFILPRNLNSHHVMPNGVVNGNNSVY
RSEDDEDADVCILEDISDPRTVPAVKVNGESLITSQQHINDPLYQIGMAGTRLRATDERITFRVALQDLSQPKLESDPPE
GTMAVSLLRHQRIALSWMVQKETVSVHCSGGILADDQGLGKTISTIALILKEKPPSSKLSQISVKHEEPQAFNLDDDGDG
GIFRENGLNRDTNGRDVVNKSSMKNENALMLTKGRPAAGTLIVCPTSVLRQWADELQNKVSKETNLSVLVYHGSNRTKDP
FELAKYDVVITTYYIVSMEVPKQPLVDKDGEERGQAEGHGLPPMEFSSSKKRKYPPSGDKKTRKNKKGMDSDLLESIGRP
LARVGWFRVVLDEAQSIKNHRTQVARACWGLRAKRRWCLSGTPIQNHIDDLYSYFRFLRFDPYASYKSFCSMIKVPISRS
PTHGYKKLQAVLKTIMLRRTKGTLLDGEPIINLPPKSVELRRVDFSMEERDFYSKLEADSRAQFKVYAAAGTVKQNYVNI
LLMLLRLRQACDHPLLVKGNDSSSVWKSSVETAKKLAVDKQLQLLNCLEACSEICGICNDPPEDAVVTICGHVFCNQCIL
EYLTGDENVCPAVQCKVHLTVTSVFSKDTLRSSLSDQPKHDSSVSKPVETLEPRSQCPSDSSKIKAALEVLESLSKPLGS
SIRNSALKPSNEVTLCLANGSDSHLQDERHLDAENCLNKSIVRVSEKAIVFSQWTRMLDLLEIQLKNSSIQYRRLDGTMS
VLARDKAVKDFNTVPEVWMQFF                                                          
>Bdis_1g09140                                                                   
MGSRRGEICVRKGLLAGPLTCPLCRGLLRDAHAFTECVHTFCRECIMKKIDDEEIESCPVCNIYLGIAPEEKLRPDNNIQ
ALRKRLFPLKRAEFDASNFPTVTSPLKGKQRSLSSLVVETPKVAAQPVLTGKRTKATRTTFRATSSLSNNGTVKLLITEG
HDHETGKISASKSTKMTTSAIKKQIKSDIVASSQPCPQDRKNSKTMDMEELCKPLSSFLEASGTKSLRSNLKSHAAAAKE
DKIKSTNGKVTITETRVREASREKSLKLGPKSHAAATKEDKIKSTKSEQVANTGTSVGSHSNKLTLRKEKNGDSDNLWKS
PEGDYGQVLLGSTSTVYLHDGITTPVWFSLVTSPHQSEKLLPQIPNAYLRIKDGTLQVFSVQRYIMQKLELASDDEVEIL
CHGMPICPLMMLKDLLELWLSRQPQHEVQVPVGAPAKQFVMVLGYRRRS*                              
>Bdis_1g12570                                                                   
MSANVGESTSVGSGGDAAGGSFECNICFELPQEPIVTLCGHLFCWPCLYRWLHMHAHTPECPVCKAIVEEDKLVPLYGRG
KDRVDPRSKNTPGADIPHRPAGQRPATAQQADPNNNFMNAHANQWFMGMGTGVPLANARWGNYAFSAAFGGLFPMLNFQM
HGFADPTAYAQPAGFHYGYGHGHGFHGGHMGHAHGVPRQGPLGQQQQADVYLKALLLMVGVLVIASLLAF*         
>Bdis_1g13500                                                                   
MKFGSMYEEYLRAEQDKYLAKCSHVEYKRLKKVLKRCRVDRSLQADVTNGDQLQDGSDDSSDICECNSCTLCDQMFFTEL
NKEASDIAGCFSSRVQRLLHLHVPSGLQRYIWRVRQCFIDDQQIMVQEGRILINYVTMNAIAIRKILKKYDKIHGSVSGR
DFKSKMQTDHIELLQSPWLIELGAFHLNCDSSDIDEPVGFFKNGFFKNFSCDLIGTLPVMTMAISETMKYEYSLTCPICL
LSAQDTLFNPYALSCGHLFCKGCACGAASVYIFQGVKTAPPEAKCPVCRAVGVFAHAVHMNELDLLIKTRCKDYWRGRLR
EERTEMVKQSKEYWDSQAMLSMGI*MKFGSMYEEYLRAEQDKYLAKCSHVEYKRLKKVLKRCRVDRSLQADVTNGDQLQD
GSDDSSDICECNSCTLCDQMFFTELNKEASDIAGCFSSRVQRLLHLHVPSGLQRYIWRVRQCFIDDQQIMVQEGRILINY
VTMNAIAIRKILKKYDKIHGSVSGRDFKSKMQTDHIELLQSPWLIELGAFHLNCDSSDIDEPVGFFKNGFFKNFSCDLIG
TLPVMTMAISETMKYEYSLTCPICLDTLFNPYALSCGHLFCKGCACGAASVYIFQGVKTAPPEAKCPVCRAVGVFAHAVH
MNELDLLIKTRCKDYWRGRLREERTEMVKQSKEYWDSQAMLSMGI*                                  
>Bdis_1g14270                                                                   
MQPAPASPEGNPPPPLEGAAPAEEPANDNADAAAVKEAPAAVLEDEEAKEQEEDGDGRREEEEPRRAGRGRKRGRRGGGG
GAARGVVMVRRELLARCMTCPLCNRLLRDATTISECLHTFCRRCIYQKFNDEEVESCPVCKIDLGCTPVEKLRADHSLHD
VRSKIFPFKRKKIKAEDVATPISLPSKRKERSISSLVVPTPKLAPTGLTGRRTRAVTRKAAAALRGLGPNSGNPVKKEND
ISDKHAHSSSLPANLGKAPKTRRQISSNAEASNHSSNKDAEDSDMADNAELWRPLNCLVEAANRTKSFRSSLHSPVIKRE
QINESPNSTYGNKTKSREHLQKPKIEDNKKNAPVSPVIVKRKPGTGRRRRALRIPADGMPEGEVTPNEKRFNSIWFSLVA
SFEQKGDPPLPQIPSHYLRIKDANVPASSIQKYLMQKLSLPSESEVEINCCGQLVNPTQPLRNLVELWVRGRSTQTTQAM
IGSSAEEFVMVLTYGRPKAIAP*                                                         
>Bdis_1g16075                                                                   
MATPGACFSAALVVEDFPWAEREEMMGMAPDKYREVFDLAQRGARAFRERRFDEAISFYSKAHNLRSGDPVILSNRSCAF
CLISQVLRERSAADSEYQPLNGLDPTTHAELALKDADKVVTTGSNSPRPYLLKAYALLLLERYHEARESLLAGLQVDPLS
HILQTCLSDLDRNTNTATGARRPRLDRTDDFECTLCFKLLFEPVTTPCGHSFCRSCLHQSMDHGNKCPMCRTVLFIGPRT
YPISVTLSNIIQKNFPEEYAERKSEHETTTYAGVDLMPLFVMDVVLPCQKMALNIFEPRYRLMVRRIMEGNHRMGMVAID
SVTGTVADCGCEVEILECEPLPDGRFYLEVEGSRRFRILRSWDEDGYRVAEIEWFQDVSLPEGSQERKDLIERANGASEL
ARTYIRRARETIRPARRTRHLDLESMPGPQDPEKFSFWLVNLINLRPSDKLDLLRLRDTRDRISRSLRLLGDAEQGCRVQ
*                                                                               
>Bdis_1g18090                                                                   
MKFAKKYETYMKGMEEELPGVGLKRLKKMLKKCRAELGSHQQSSSSSSDAGGVRCLGHCSVCDGSFFPSLLNEMSAVIGC
FNKKAKKLLELHLASGFKKYAMWFTNKGHKSHGQLIQQGKDLVTYAIINAVAMRKILKKYDKIHYSKQGQEFKAQAQSLH
IEILQSPWLCELMAFYMNLRRSKNNEVAMELFGDCSLTFDDDQPTLSCNLFDSMRVDISLMCSICLDTMFDPVSLSCGHI
FCYLCCCSAASVTIVDGLKSADQKSKCPLCRQVGVFPNAAHLDELNMLISYSLSVLYINSCPEFWEKRMQMERVERVRLA
KEHWESQCRAFLGI*MKFAKKYETYMKGMEEELPGVGLKRLKKMLKKCRAELGSHQQSSSSSSDAGGVRCLGHCSVCDGS
FFPSLLNEMSAVIGCFNKKAKKLLELHLASGFKKYAMWFTNKGHKSHGQLIQQGKDLVTYAIINAVAMRKILKKYDKIHY
SKQGQEFKAQAQSLHIEILQSPWLCELMAFYMNLRRSKNNEVAMELFGDCSLTFDDDQPTLSCNLFDSMRVDISLMCSIC
LDTMFDPVSLSCGHIFCYLCCCSAASVTIVDGLKSADQKSKCPLCRQVGVFPNAAHLDELNMLISYSCPEFWEKRMQMER
VERVRLAKEHWESQCRAFLGI*MKFAKKYETYMKGMEEELPGVGLKRLKKMLKKCRAELGSHQQSSSSSSDAGGVRCLGH
CSVCDGSFFPSLLNEMSAVIGCFNKKAKKLLELHLASGFKKYAMWFTNKGHKSHGQLIQQGKDLVTYAIINAVAMRKILK
KYDKIHYSKQGQEFKAQAQSLHIEILQSPWLCELMAFYMNLRRSKNNEVAMELFGDCSLTFDDDQPTLSCNLFDSMRVDI
SLMCSICLDTMFDPVSLSCGHIFCYLCCCSAASVTIVDGLKSADQKSKCPLCRQVGVFPNAAHLDELNMLISYR*     



>Bdis_1g19820                                                                   
MAASSSHGGCGGGDDDNEPFLLGFVVAKLVGLRHYSSTINGRESVSLVREPLNRYDANAIAAHNRRGEKVGHVDRDTARV
LAHLLDTRLVAATHAIVPKHPSGKNRPKPFKLPCQVHLFAHPASADAVRSAVSGSGLSLIDTGHAEFSFSESAIVQEQTK
KSDRDVDRLFARVVKEGEGRIKPMEAPEDVVVSDLFEHQKDALGWLVHREESCDLPPFWEEDKDGGYQNVLTSQKTKERP
LPLKGGIFADDMGLGKTLTLLSLIARSKARNVVAKKGKGTKRRKVDDAGQESRTTLVVCPPSVFSSWVTQLEEHTEAGSL
KVYMYHGERTKDKKELLKYDIVITTYSILGIEFGQEGSPVNDIEWFRVILDEAHVIKNSAARQTKAVIALNAQRRWVVTG
TPIQNSSFDLYPLMAFLKFEPFSIKSYWQSLIQSPLVKGDKAGLSRLQNLLGAISLRRTKETESGSKSLVNIPPKTVVAC
YIELSSEEREYYDQMELEGRNKMLEFGAGDSIMRNYSTVLYFILRLRQLCNDVALCPLDMKAWLPGSSLEDVSKNPELLK
KLASLVDDGDDFDCPICLSPPSKTVITSCTHIYCQTCILKILKSSSSRCPICRHALSKEDLFIAPEVQHPDEDGSGNLGS
DKPLSSKVQALLELLKRSQKEDPLSKSVVFSQFRRMLILLEGPLKRAGFNILRLDGSMSAKKRSDVIKRFAMVGPDTPTV
LLASLKAAGAGINLTAASTVYLFDPWWNPGVEEQAMDRVHRIGQKKAVKVVRLLVKGSIEERILELQERKKRLISGAFGR
KGGAKENKEMRLEELRLMMGISSPAWGR*                                                   
>Bdis_1g21710                                                                   
MPSAGAPASDAGPSSRGGTRGGAAARPRRFPTAAQPEVMRAAEKDDSYAAHVTEACRDAFRHLFGTRVAVAYQNEIKLLG
QSLYYLLTTGSGQQTLGEEYCDISQVATSHGLPPTPARRILFILYQTTVPYLAERISSRMVSRGIYLDDSQLDYHHEIDN
SSRGIAQTSTNTSDFSRIMTSSSLSRLRSRAHAFWLWVVQKWPSMLPLAQDFIQLAMRTNLMFFYFEGLYYHLSKRGAGI
HYVFIGKPMNQRPRYQILGIFLLIQLCILGAERLRRSNLSSIATSINQISSGSYPSSTGRSVPVLNEDGNIISDIRHGKA
VDLASGSEAPSSKSKCTLCLSTRQNPTATTCGHVFCWNCIMEWCNEKPECPLCRTPITHSSLICIYHSDF*         
>Bdis_1g43590                                                                   
MSSSAGDGCALPSTTSKGKAMMDDDEAEAAEGVLCGICLTDSRRAIRGELDCCAHHFCFVCIMAWARVESRCPFCKARFR
TIRRPPVPGRFPSERLVTVAERNQVYHPRGNESSLVNTDPYVNSSCSMCNCSRDEELLLLCELCDAAAHTYCVGLGTTVP
EGDWFCKDCATSKEEHSRCEIDDAGSSDQGEFEITTEVPSAEPVADPTIFYTVDEAYSLSSVRRANASSSGHFLVDSVPS
IYDIVDEDYATNRVCRSNVRSTRLDRKADDFRPSTSSDESYCHETPQERTSGRTFHSLARFRVEKARTLPNSRNLSNRIM
ALRENWPALRAGSVGFATHLHNNRRENGTGTISAVSDNKRCATSMVATSSVNEHQHSIGETTTMSEHANKISPKETSHVR
KAWKMLEMAKSAGERKKCNKPSSPDCTPRFSMGNRSSSCCPIDTILGQMNQTLSNEVAQRNTVKYGRGSKKDNTLPKKDN
EGNCKLPVSYHVLAHERMGSSRDRMVNLEGPNDRVASSSHSEHVDQMSEASCGVKVASSSHSQHIDQTLLHPLANNSLSS
ARSTVTSALQFASNAGSQSSTMVKPEGTSAVCDATTSNEIGIAGATVQARKGSGPDCHGSKRKHCFETCDGQGSKKSRTS
CKIAKAEISSMAMRELKLLKIDKTHGSDRFKEVARAATHTVLASCGLEHSPSLALALPKPACKDSCRTEPLKLSAITNTC
RECLCDFVKQVISSVLSGRQMDQTGDPC*                                                   
>Bdis_1g45620                                                                   
MLASNMNNDNDNVIDLISDSDDDFDFDSDDPTSTSVTSVRNGEGQPIRLQDEDLARTMLSTPSSSRPLKNSNGQYRTLPP
SFANGIEPLKNSNGQYRTLPPSFANGIDIKKARYTRGSGDRTYPHSSSYVGSPYDSARATLTSNRIASVVKELNGSALDA
NDNDKMILPSSFSNGSTAKSINPNVASDSRRLPSRFANGNSQKMVENMMESNDAKQIGQPSSSKFPTQNLSLSNAQKVIT
DDDDDDDIYVYGGTSSNRVLPSSFGGNNSANNTDLVNGNGMQARPNLESRFLDSEERAVYQEALQNISLDKKEDDLPEGY
LSVSLLKHQKMALAWMVSKENSSHCAGGILADDQGLGKTVSTIALIQKQRIPQSKFMSADSDALKSEALNLDEDDETVTV
VDKGEQILNNEPKELGASLSSTAASISGVKPCISEIEVPDRMAESKVECKKKTKTGTSSASSMHSMTRPAAGTLVVCPAS
VLKQWANELTDKVGESAKLSVLVYHGGARTKNPSELAKYDVVVTTYTIVANEVPKQNADDDPDQKNAEESSAGNKTKPSS
KSKKRKKKLKDSDIDLNSGPVARVRWFRVVLDEAQTIKNFRTQVAKACCGLRAKRRWCLSGTPIQNAIDELYSYFRFLKY
DPYSTYSSFCTMIKHPIARDAVHGYKKLQTVLRIVLLRRTKETKINGEPIINLPPKTINLNKVDFTKEERAFYSTLEERS
QQQFKEYAAAGTLNQNYANILLLLLRLRQACDHPLLVKGHQSVFKGDGSIERARQLPKDLVIDLLAKLEVSSLCAVCRDT
PEDAVVAMCGHIFCYQCIHERITTDENMCPTPNCRTTLSTESVFSSGTLRICIAGNTCTYATASSSADDELSSISQSSYM
SSKIRATVDELNTIINTHAITDSDTSESNPSQVAPVKAIVFSQWTGMLDQLELSLNNNLIRYRRLDGTMSLNLRDRAVKD
FNTDPEVRVMIMSLKAGNLGLNMVAACHVILLDVWWNPYAEDQAIDRAHRIGQTRAVTVSRLTIKDTVEDRILALQEEKR
AMVNSAFGEDKSGGHATRLTVEDLRYLFRI*                                                 
>Bdis_2g09510                                                                   
MGANCCIAAKERPQPSIASAEVSAYRTRQSPSWSFRWDNRTHIEDIMENTALFSNQNGGNIRPELKGGSSAPTEGHSNED
SLSDVFRGVKWQKSDKMEASKHLKADPRAVQSNASNSTSEVNSCKSLDRLTVASDIKTSKSLPSTPPLVSRADPSSSRCH
SLHMDSFSMRKARRSPGHQLYRQISDSKIPSLKSFSESSYAEGRPSSSMLSTCSNDLFAGGSQHGGSSDGWSNRTFSELV
VSSQRERWSVDSELFGSITSKISRPNDSQSTAFSSDQGICKLCSKLLKERSTWSAHDLGVVAVLFCGHAYHANCLDSITA
ESEKYDPPCPVCTHGEKRTAKLFGKLDSKIKNRKSKNVMSDTDIDRSSKHQKKKVREPRLGTSSSMKDSFRRPFLKRHFS
IGSRPPRSFLGSEPTGKKGFWARHWRE*                                                    
>Bdis_2g09520                                                                   
MGANCCIAAKQRPEPCATPVEVSSYRNIRQSPSWSFRWDNRTHIEDIMEIPTNFSNHSSGSIRPETKSGSIAPTEGFSNG
GSPSDLFHKVKWHKSEKKMGTSKIAQFDPRADRSTASNSSPEAKLCRKSLDMVSVASDTKTSMSVPSTPPIVSRADPSSS
TGHSLPMDPDSMRKARRSPGYQLYRQVSDSKIPSLRSLNESSSPEGRPSSSMLSVCSNDLSAAGSHGESSDGWSMRTFSE
MVASSRRERWSVDSELLGSASSKMTRSSASNPTTLPPDQEVCKLCLKLLKERTAWNAQDLGVVAVLLCGHVYHAKCLDRV
TAEAEKYDPPCPVCTHGEQHTVKLFGKLESKIKNKMPQNVIVDGDQEGSSKLLQKSRREPKLGASSSMKGPFSRPFLKRH
FSIGSRPPRLVSESESTGKKGFWARHWRE*                                                  
>Bdis_2g20260                                                                   
MADMGSLEKMGRELKCPICLSLLRSAVSVTCNHIFCNDCLTESMKSASSCPVCKVPFRRREIRPAPHMDNLVSILKSMEV
ETGTNAVSTQVTSVVEVADGTEHANSGRRSKRLQKSKGQKKIPSKKEANTMKPTAASASCPTKKPSFSTNKRIHVTPFPE
SETPMRPQKIMKPEEPKNKLNDDAEHGKDAMASDKPGCFSLSPFFWLREGEDEGGTAETLSDPLSLDTPLRHNAPCYSDI



QDSDDKTPPIRTPNSKAAVPEVFDSEIFEWTQRPCSPELYSTPLKKQGSVKNIQDQIAENDDWEDLHLGGSFDKLGHASN
AVPRVDAKEMKQKGKKARVRNSKSAKQPSRPKASMKEADANQQDSNCTRSLAGNSKNTKLPNRPMISIKETDVNQQDSNS
TRILAAKLCEKNSIATKKNTSNRRYKAFSNINPLPCSYDNSLKTFLPEEDKETEAHDDGISTKRTQKKGKKGQHKCARKL
GIIGNSTVEATESNPEPRSKRVRRMTDGGNAENIRVIAGSGSETEIPQLHSIIKGCTRNKPSDARREKRKLSGEMKSKIG
LESLKQNIGGNGLNILPGKCQGSETTQAASSAISASVENTSAKGTEQSDCSGMKNFRKLQACNGRSTFLLKCDTVSKVSC
AFCQSDDTTEESGEMVHYHNGKRVPEEFSAGANVTHAHKNCLEWAPNVYFEDDSVFNLTAELTRSKRIKCACCGIKGAAL
GCFDKSCRKSFHFTCAKLIPECRWDTENFVMLCPLHQSSKLPNESSGGQKQSKRIVTPKGPSQVRSSQDCSNNWKWASGP
QKWVLCCSALSTAEKGIVSEFAKLTGVPISTSWSPSVTHVIASTDLSGACKRTLKFLMAILYGKWIVSMDWVKACMDRME
PVDEQKFEVTTDVHGISEGPRLGRQRVTNKQPKLFNGMQFYLHGNYTKSYRGYLQDLVVAAGGTILHRKPVSRDHQMLLD
NRCPVVIVYSVENQEKAKLAADDHRRQADDAWALACASGGKVASSAWMIDSIAACSLQPLSLKALS*             
>Bdis_2g21040                                                                   
MPAQKRPLPPSAGGDQDGNHVEEEAHGAAVSGTEAGGGGGGGGARSPKVVAANGAGPAELAKERRDGDSDAAEEALQQVE
GGVGGGVDDEERDDDDSESSESEGDMDEFIVVKLMDIRKEVQCPICLGIIRKTRTVMECLHRFCRDCIDKSMRLGNNECP
ACRTHCKSRRSLRDDPNFDALILALYPDIDKYEEEELAFGEEEKTRNKKIQESIAETFRRQTEALVKKRSTAKAIASSRK
TRGNLRAKRRGRTSSPDIVTSDIDDEDKEENGNDGSKESSSVDDRSPDVKVKRARRWPVPRPSPSKTIGSIDGTYEGNDD
LGGVRDILTTSPLRGEMPAWGKNGTRSQTSRHGNSGGSSGRMVKSGRVAKMVDHLRNADESDSKLYLVLSPLDGQNMPKL
EKPYLSCHSTFSVSHLCQFVALQLSRQAKEVEIYIRKNPGNKCFAMKDTDAAEEKLDLFNGLERLKEEESLAELYPAFAS
RQGDLELMYALRTQG*                                                                
>Bdis_2g22640                                                                   
MAADDAARSRRRMDLNLYLGLPRAPRPRRPDLGSDLALGTSMLSSSPSSSAASADAPPPEPEPLHPPYSPTRADLMRPPS
DPYEPSAPEAHPPYLPASDAIPELADDLDFSFLHPHQPPLVPSELLGWVDRPSSSTASSTFRPERSDRYRRAMCRQPRFF
RPRRFRSDLPPLSSEAPSLDNDAAAPPPHEPMHDTVEENKVIAGGAMVSAEDEPTERGKSSAMFECNICFEMADEPVVTS
CGHLFCWPCLYQWLHVHSTHKECPVCKGEVTEGNITPIYGRGNSSSDVEKKVAEDVNVSGPNIPARPHGNRLESFRQQFH
HLRPISRRLGEAHGILSSWRRILDQQIMSTVSQFEGPPESSVQEMIDHAHQTGRLGRITTRMRARRLQREAENPTSVAAS
APDSGPSGNNASDPPRHSSSPLSSERIDLLQRLTLVGLANTERLATAVSDLRRISRPNPYSVLTSPNPLNHEPPVDGFHT
AATIAADQASNSSTMAVIQEDAAFTESTGEPSNAGSSRSMRSRGRSDATGSLDVDGGDLHRNKRRRLN*           
>Bdis_2g24967                                                                   
MASAALPRPDTEPPECPVCLSPFDAASVVPRVLPCGHSLCGSCISSLPPASASAGASSLRCPLCSQCVPFSRALGPSSLP
KNLALLSFLPSLPNASPASTAAAAHPRPLPLHAAHSGLLARFRHAILPESASPLSSAPPGPAPTGLAVGSIAFDLGAPWF
CLRGEPVSLLPVEAPAGGPPAQEAAFYRPSHASRVVAVIDALSGGAKEEVINLVAASARLARRVCRVFGVWMGPEVATLW
LVSERHTRRVPRLLDETTNGLDMVARIRAFGMEVCEALMELQGEGLVLGCLRLDCFCLDRFGRCLLNLNEVLVLCRGVRA
GLCLTKGGALVAPEMAAVLSDATRMRSRDFDGLVGHNSDVWLLGCILVAFVTGDEQLAARWDTYGSHDDWQKEVLTRLGA
VLIGTQLEPLVAITASCLSYDPEERPEISDVWKCIRGSWMKPASDALAAMDGLAAQKGLRCLLLGELSSMYSGPGAIESD
DKMQSSRGSDDEILTPDDERNHGCMNNETVCAAEINEPQRDGVFKSLTLLAHRDCVTGLAIGGGFLFSSSYDKTINVWSL
QDFSHVQTLKGHEHKITTIIAVDNDNQSLCISGDSGSGIFVWHVDTSLKQEPLHNWHEHNDWIYRGVHCLAVSGTGYLYT
GSRDKSIKAWSLEDYSLCCTMTGHKSTVSCLAVASGILYSGSWDGTIRSWWLTDHSPLSVLEDNTPGSTAPVLSISTEVN
FVVSSHENGCLKIWKDDVLVKSEKIQNASIYAVKLNGKWLYTGGLGKVINIQELLEEESEVEIRDVASIACDSVVTSILY
WDERLIVGFSNREIKVYDKGS*                                                          
>Bdis_2g33230                                                                   
MDAAALQYENQKLVQQLEAQKSEMHILEGKFKELRNEQSSYDNTLIHLNKTWNQLIDDLVLLGVRVGVDLDNLQALDHEE
LSEESLESCPSEEIFLCMLLKSKNYRNNDDSSMLKFVEEALALRHRATAALMRSLQEGIAAQHARSESLSLALNGRKPNE
DVIVALQNHNDHLKEVVANVHEAISIVNGKHKKYLDEIEALKNSYPKELEKIKRLSGELEKTMEDLEESRPKLVVLQLQR
HGGSLMNISGPNATNGATLTAKSSDKSMGWPDLKDAVDEAKTLATNRLFELHETQEDNLILSRQLEDLQGQLKDDNYIFT
SKPYTILSDQLRHLNTEIERYRGLVEVLQNDKNQFMQREKEMCAKGESVDSIRQSITTHEARIEELEHQILKSIAEKNEI
EIKVEETLQDSGKKDFKDEIHVMAAALSKEMEMMENQLNRSKDAASEAHALREEAKSLRTLLVKKTDEQKEISDRYNTQV
IEIKSLKALIETLDQEKQELEFIVDMYAKESSDSRTIADIKESESRAHKQAEYLRTSLEEHSLELRVKAANEAETACQRR
LSIAEAELEELRTKVDACERDVLELNEAIRIKEAEGDAYISEIETIGQAYEDMQTQNQHLLQQVADRDDFNIKLVSDSVK
TKQASASLLSEKHLLQKQLLQVNSSLESYEQKVARGEEQMKAYVEQAVRTSSENRHHVINIERTMLEVSDAEKELKWLRS
SIGSSEKEYELNQKRIAELRMELERERSERMKLEEEYEEVKNEVMELTSENEETTIQKLQDEIKECKAILKCGVCFDRPK
EVVITKCFHLFCSPCIQRNLELRHRKCPGCGTPFGQNDVREVKI*                                   
>Bdis_2g35520                                                                   
MEETGCHRWETHAMGFGALLCSCKETVKCCELLFQDENKIKRPSSRAGMAAPSKRNALVNVTVEDTGALHCGVCWLPLKP
PIFQCQVGHVFCLPCRDKLVQTSARCPVCRGEIVDDNGGYRWNHGLEKLLESIRMPCPNAARGCSAKPAYYDRQAHVKTC
PCRPCHCPAKACGFAGSMAKLLQHFPSVHRWPLTKLTHRRWQEIQLRHGFNVLDVGDSYDAAAKRLICLLLVVSSRRRLG
CAIYPVCLDAGGGGIDGCDLELDVSRHNDETDSGDCPA*                                         
>Bdis_2g35550                                                                   
MQFHLPTNPNLRTHRSAPFVAVEKNAASRAAPRVVPRDARLTRAAPSSGPLAAEQDRRPEIATGSAGGEEKNEDGKRGWG
PWGKGRKLSSASKEDASSWAPLENMLQVLSEKRRAGMAAPSKRNALVNVTVEDTDALDCGVCWLPLKPPIFQCQVGHVFC
LPCRDKLVQTSARCPVCGGEIVDDDGAYRRNHGLEKLLASIRVPCPNAARGCSAKPAYYDRQAHVKTCPCRPCHCPATAC
CFAGSKAKLLQHFPSVHRWPLTKLTHRRWQVIQLRHGFNVLDVGDSYDAAKRLICLLLVVSSGRRLGCAIYPVCLDAGGG
GIDGCDLELDVSRHNDETDSGDCPA*                                                      
>Bdis_2g40000                                                                   



MPDLPCDGDGVCMVCRAAAPPEVELLRCSTCATPWHSPCLSNPPALADAATWTCPDCSGDAVAPAPAPAPSVVGAGGGSG
GELLAAIRKIEGDATLSDQEKARRRQELLGGTSAPAAAAGDEDDEDNVLEMVGKNFSCVFCMKLPERPVTTPCGHNFCLK
CFEKWTNSGKRTCGKCRGAIPNDMAKQPRINSALVAVIRMARTSKNANSAASATTYHYIRNDDRPDKAFKSDRAKKAGKA
NASSGQIFVTIPADHFGPILARNDPKRNTGVLVGETWEDRFECRQWGAHFPHVAGIAGQSNYGAQSVALSGGYIDDEDHG
EWFLYTGSGGRDLSGNKRTNKEQSSDQKFTKMNDALRVSCLKGYPVRVVRSHKEKRSSYAPESGVRYDGVYRIEKCWRKI
GVQGTFKVCRYLFVRCDNEPAPWTSDAHGDRPRPLPKIKELQGATDVIDRKGSPSWDYDEKEGWKWMKPPPISRKPIQTG
DPITDKEMRKFQRRAHLSEAERLLKEFGCSICKNVLKEPLTTPCAHNFCKTCLLGAFENQSSMRERSRGGRTLRAQKIVK
RCPSCPTDICDFLVNPQINREMMGLIENLQSKAANDSSKDAEESGDGDSGEEEDDALEDEEDDDSLNEEEEDGSENNGKT
GGLDGDLDANADGPVVKIVVQAKEEVKKAQKRKVDDDKGKDEKKIKISAAVVEKAVEEDAAKGSENVEKKEEGGKQVQKR
KGRAEVATTAGGKRKKTSPAAVEEKAVSGTPVKRVKKAGGMEAAEGSPAASSPRRVTRSSAGSPATRTRSNTKADGGN* 
>Bdis_2g48387                                                                   
MSMQMDADVQPIGEQEEMDNLEKYASAIEVCGICRDIVINRGVLDCCQHWFCYTCIDNWAAITNRCPLCKCEFQHITSTP
VYDDTGASTEDEYPLTSGDDDWYSQGENSTLSFPSFYIDAEAVVCLDGGDCMIRSGIVAPEDDLTLDTSIACDSCDLWCV
STEVKNKSDVILKQNFSGDCVTDSDRTTADASFSERVSVSVADDGETAIVVSMVGVNSRFSEGSLGSETGQAYSNSYPSY
SKDDSSHDAVANAHILRDKDNSCGSPNKSSGINLVHMVSSEPTQRSSELSPIRESATTLFSSEHGNISNEQLEEPQDVSS
YFLLHRSKEAGNTGEENAVPRNNNETFPAIKSPQLFSAASKTAISSDINMTNTDAVQQMKSDDDTQLPPMQGEHNTNDME
SGNETGHPAKKAKLGVPDHEMHLITNSGVSSTDCHTTIAAKVVVSDTAKIVEQNKHVPDIMSIVEGEGYMRDPGRELAKP
VGRRSGDKPGLRMKKIFHKEGKQSSVVVQKLQQEIRDVVRDNGVSILEKDNAFDEKLLTAFRAAIGKSMDGPAKRTNLSL
STRKSLLQKGKIRENLTKKLYGTSTGRRRSAWHRDWEVDFWKHRCSPGINPEKIETLQSVLQLLKKSSDTGMRKESAEEK
KAFLSRLYLADASVVPRKDDIKPLSALKGFPLVDKNSQIKAKDSKSTSIPAPGTETSKTNSPNSISSSSSLNKEASSRRE
NINGQPPLNQQNQSDGDIKHDKRKWALEVLARKNASSLASKDKNEGTDDLNGNYPLLAKLPVDMRPQLTTDRHNKVPMSV
RQAQLYRIAEHYLQKANLDVIRRCADTELAIADAVNVEKDIYGKSSSKSVYVNLCSQATRQPAKAKSENNASTLGEKTEL
GSDLIMQQVRTENTNTSSSDVEEAISSACLLDLPVTTRKTEKGELGGVPEQNANEHVVSFNSVEEALKRAGLFDSPPNSP
ERKTTTTEYNPSTVSSFPKISQQKCASVKDTSLVNAGEHCHSLPSTSDSRMRDASTLKDDVDLSVQVDLADANSQILYTG
MSCEQPKCNSEEDQKLVHNNKTTDSTENKTFSVNLTEDDRYSVQCKNTGGADKEIVVDTPDEVTWHVGDTKEMDIAASVV
HNQSCHGNTLLKEGEVTSKPKKMESTREKSSSDNHGLSSKHSKGDSLSPHPAARADNLKKDPGNNNTSDSSSSVYKKVEV
FVKENIRPLCKSGVITTEQYRWAVAKTAEKVMKHHSEAKNANFLIKEGDKVKRLALQYVEAAQQKIN*            
>Bdis_2g50940                                                                   
MANRVDESSASVNGGMDSGSFECNICLELAQDPVVTLCGHLFCWPCLYEWLHVHAHFPECPVWKAGVQEEKLVPLYGRCK
ASTGSRSRSVAGVQIPGRPTGQRHSTAPQPDHRHDHYPNQNPWFVGGGGTMAGGRWGNYTFSAAIGGLFPLLNFQAHGFP
KAYGPAAELPYGYGGHSFHGWHGNGFPRHDQEPQGQQIDVYLKVLVVLLGVLVIASLIAF*                   
>Bdis_2g51727                                                                   
MMAEEPAMDFDGGFGPEDNLSMPLGDFMAFLESDPAPAEEGEDQEPEVRDFSRSANEGCFEVQGDATGSEIGFEGHGDIF
NDEGLWSNYSQVIPPQCQMEAMMEQGEGTSDNSEAMPYGLLCNDLSANCRNNNHDSQHVPRGALDHIDAVEEANMIPHEV
LSKGLYLGEQMHFDQTQVKLEDQYFDQAQVKVENHLEGMGPQMSTYSSCNQFQEQSGLSEVKSEGTGPIFDNTGLEGNHF
TPTTMFSLGHNAGIPEISYTENIGDATGSMKNGNSSCLTVQGEQSLHDFPQNNQSYEMEQSAVYLQGGYMECPKPEYGSL
DMAAEISLHDFPQNNQTYEMEQFPQNICESSSMQTSSPDPCCDDTSLSDNLYMDVSDVSSPESLSCEKNQSEYIGLKSES
STDSSPVPSSRNSTTEDADKYLGRTPKQFLNLPISHQHPYKNMTGQMPPSFHEHYDIHGIGNSFIQGNSSRNCLGINGNR
DLDLCNRGSNPATGHQLPLQGKLNHNFQQTFSANPILPRFGGYKPHDERVTLRLALQDISQPKSEANPPDGVLAVPLLRH
QKIALSWMVQKEKSGSHCSGGILADDQGLGKTVSTISLILAERPPVRGSSGIKQEPCEAVTLDDDDDDPDELCLKKRTHA
CSSEWAEELRSKVTSKANLSFLIYHGSNRTKDPNELTKYDVVLTTYSIVSMEVPKQSSPDSDDEDKPDRYGAPVSGSKKR
KASSSKKNKKASTKEKISLPERPLAKVAWFRVILDEAQSIKNYRTQVARACWGLRAKRRWCLSGTPIQNAVDDLYSYFRF
LRYEPYCQYKQFCTMIKMPISRNPINGYKKLQVVLKTVMLRRTKATMLDGKPIISLPPKTISLKTVNFTGEERAFYNALE
AESREQFKVYAAAGTVKQNYVNILLMLLRLRQACDHPYLVKGHESSWASSLEIAKKLPMERQQELLVCLQTCSAICALCN
DAPEDAVVTICGHVFCNQCILEQLTGDDSMCPVSNCRVRLNSTSLFSRGTLESSLCRIPCEFQSNDSSTDMVHTENQPGT
DSSYASSKVRAALDIILSLPKVDSSQIKESKKSIGLTSGNINGSSEHADTKTTEKAIVFSQWTRMLDLLEVHLKASHVTY
RRLDGTMSVAARERAVNDFKTVPEVSVMIMSLKAASLGLNMVAACHVLMLDLWWNPTTEDQAVDRAHRIGQTRPVTVSRL
TVQDTVEDRILALQEKKREMVASAFGEDKSGGGQTRLTVDDLNYLFMV*                               
>Bdis_2g53980                                                                   
MDADEAAGSSRRMDLNLYLGLPRAPRPRRSDLGSDLALSTPMPSSPSSSAASVDAPPPPEPPHAIYSPPRADLSPRTPEV
YSSHHLDDALSADAHLLYAPPPAPVIRDRELPDEIGFGFQAPPPPPPPLVRASELLGWEDRPSSSTASSSFLPDIATRYR
RLLEQTGSRWLRPRPRRFRSDLPPLSAEAQPIGQDAAVPVPHQEMTNDDFGDNKVIANGAELGASEESEERGKSAATFEC
NICFEMAGEPVVTSCGHLFCWPCLYQWLNVYSNHKECPVCKGEVTEANITPIYGRGNSSSDVEKAVEEGKQPGPTVPPRP
HGNRLESFRQQFQHLRPMSRRLGDAHGILSSWRRLLDQQIMNSVSRFEGPPEPAVHETGDTAQPASRLGTLPIRMRPRRR
YQMEADDLPDGGSVAPDSGLPGNSAPDPHRHERLATAMSDLRRIAAPNQYGASASSSNPSNPEPAVDGAHVGAAPSTDQA
SNSSTIAVIQGDAGISETAGEPSNAGSSRSLRRRGRSNALASLDVDGGPPQRIKRRRMN*                    
>Bdis_2g58040                                                                   
MFHGGRPLSLRGSLKALEADIHHANTLAHAIHRAYGGTCVQMRLSYSSMAPIILNLIQWMDCSCSLSYTLPSYLGLLEVL
VYKVYVDEDASISTIERRASLKEFYAIIYPFLQQLEGNVMEKDCKEKGWGKGGADAGGRKLYADDKDAEREDECGICLET
CTKMVLPNCNHAMCINCYRDWYTRSQSCPFCRGSLKRVRSRDLWVLTGDDDVIDTVTLEKENVRHFHSFIDSLPLIIPDN
VLLVYYDYLV*                                                                     
>Bdis_2g58870                                                                   



MSSLGFARIIPKRRRTKQVPSELVNRQLLDLNLLPAAEGTGNGSSPSTNEHVSHSRASGTVVAGTSQLLVPPGAAESNIR
MNSFPIDVEVIDDDVVIYASRSSLPRARQQSTRAVPVTVIIDDDSETTAGPAGEALDEHVNTLLSLGTNPRHHHSGASVD
NLVINIADTPETNRVLPKVMQAVPEPVKEVPKEPKFSCPVCMNELVDPSSTICGHIFCQKCIKLSIQTQKKCPTCRKKLT
VNNYHRVYLPTTDH*                                                                 
>Bdis_3g08880                                                                   
MKCNACWREMEGQAISTTCGHLLCPEDAKKILSADGACPICDQVLSKSHMKPIDINPSDEWTNMSMVGISPQILMKSAYR
SVMFYIGQKELEMQYKMNRVLGQCRQKCEHIQAKFTEKLEEVHTAYQKMGKRCQLMEQEIENLTRDKQELQEKFAEKSRQ
KRKLDEMYDQLRNEYESVKRSAIQPANNYFSRAQPDLFSGMPNILDSGNPLRQGRREEGWAPQPRQRRENSGPFELSAGS
PGHTAAPPMDMRPRQPARSTFGANMNNSSAALRNMIISPMKRPQLSRNRPQLFTL*MKCNACWREMEGQAISTTCGHLLC
PEDAKKILSADGACPICDQVLSKSHMKPIDINPSDEWTNMSMKELEMQYKMNRVLGQCRQKCEHIQAKFTEKLEEVHTAY
QKMGKRCQLMEQEIENLTRDKQELQEKFAEKSRQKRKLDEMYDQLRNEYESVKRSAIQPANNYFSRAQPDLFSGMPNILD
SGNPLRQGSIDPPETPGRREEGWAPQPRQRRENSGPFELSAGSPGHTAAPPMDMRPRQPARSTFGANMNNSSAALRNMII
SPMKRPQLSRNRPQLFTL*                                                             
>Bdis_3g09570                                                                   
MSDGGGSGGGEPGAGGAAPVCNFVRKPPKNIRKRPAASDDEGGGDDSGAIAAARSKKPPSTTSKLFFSSAEASSEPRRFQ
FESSRTIQSSTDSRATATLETETAYDRDARAIRERQLKQAEESLKKNPSASSSSSGEVYKGIHGYTDHKAGFRREHTVSG
EKAGGAHGPLRASAHIRLSTRFDYQPDICKDYKETGYCGYGDSCKFMHDRGDYKSGWQLEKEWDEAEKARKRRIAMRGED
GSDGEAEDDDSDDEEALPFACYICREPFVDPVVTKCKHYFCEHCALKHHSKNKKCFVCNKPTLGIFNAAQEIRKKMAQDK
KQQNL*                                                                          
>Bdis_3g15380                                                                   
MLAAIMNNDNANVIDLISDSDDDSDFNFDSDDPSDGENGEVQPVRFQGGDWSRSTPSSSSTPTKNSDAQYRTLPFANGID
SEKARYALGSGGGAHAHSSSYVGSSHDSARATLSSNRISSVVKELNGSAVNPDDNNKRIVPSSFSNGSTPKSTHPNVASY
SRIPPSRFPNGNSQRLGQSMMESNDANRIGQPSSSRFTSRSSSLSNAQMAITEEDDGLYSLLSNDSSSIMQVFETAAGND
MQAYPNLENRYLDSDERAVYHEAIQNISQHKKEDDLPEGTLSVSLLKHQKMALAWMVSKENSSHCAGGILADDQGLGKTV
STIALIQKQKAQQSKFMSADSDALKSEALNLDEDDDAVTIVDKGEQTLNYEPKKDLDTHLSSTSASTSGVKPSVSQIDTV
PVRTTESKVERKKKSKTDTSAASSTMRSMTRPAAGTLVVCPASVLKQWANELVDKVSESAKLSVLVYHGGARTKDPSELA
QYDVVVTTYTIVANEVPKQNADDDPDRKNGGESSGNSKKPPNKSKKRKKKLKDSDFDLDSGPVARVRWFRVVLDEAQTIK
NFRTRVAKACCGLRAKRRWCLSGTPIQNAIDELYSYFRFLKYDPYSTYSSFCTMIKHPIARDAVHGYKKLQTVLRIVLLR
RTKETMINGEPIINLPPKTINLVKVDFRKEERAFYMTMEERSRQQFKEYAAAGTVKQNYANILLLLLRLRQACDHPLLVK
GHQTVFKGDGSIEMAKQLSKERVIDLLARLEVSSLCAICRDTPDDAVVAICGHIFCYQCIHERITNDENMCPAPNCRTSL
STESVFSSGTLKICISGKTGTCATMSTSTDDGFSSISQSSYISSKIQATVDKLNSIIIEDAVTDSDTTESNPSRVAPAKA
IVFTQWTGMLDLLELSLNSNLIQYRRLDGTMSLNQRDRAVRDFNTDPEVRVMIMSLKAGNLGLNMVAACHVILLDLWWNP
YAEDQAIDRAHRIGQTRPVIVSRMTIKDSVEDRILALQEEKRAMVNSAFGQDKSGGHATRLNVEDLRYLFRM*       
>Bdis_3g16200                                                                   
MAGEEPAEGSQSRRRLDLNLYTSVPPLSRRPCRLGGAMGSPVQAQLPEMPIAEVPRTDELAGWLAREEIPLQPAVYSSSN
ALSVPELSNPELSLIDPMIIEWLDGHTTDGEHGLNAGEPAALPSNDANVSPPLPSTLTRFEGVGLEWVERLSHPVVVPPA
IPVEMVSTMRGRGGAAIEEMTPELRLQRIIQVSEQHRIVSPGPVTHNQQSIKLGTSRGPVKDGNCRCNSTFHCYICLEAA
KEPVVTPCGHLFCWPCLYQWLHGRPVHSKCPVCKEKVLELNIIPIYGRSGDERDASNNDVPPRPHANRTESLRHQLQTQD
PRGTANMVWQFIENQGIVRANSVAPRGGGEVTVLLAAQPRGGRVRQQQRQDNMNSAFPVLLHARNTASPTLQQGSNPAPQ
GGIQVPMPSSSGDNAALAIPQQSSSMDQASTSSTVPVIVGQAAQSRRSRPSESTTTTRRTRRRRQQQQ*           
>Bdis_3g16210                                                                   
MAGEEPVEGSQSRSRMDLNLTQLPRPLGQLGGAIDCLELAKLQELPIAEVPRTGEVAGLQAPEETPLQPAVYSSSNALSM
PELPTPELSLIDPMIIEWIDNLTTNSGEGLDVGEPAAVPANDGNVSSPVMPPPLPTLVGSDDIGLEWVERRLHPLVVPHV
IPMEMVNTTRGHGGGAIEEMTPELHPQRLSQVSEHHCIMSPGPVTRNQRATSPEGDRLVQAIKESHSSLVASRGSIKCRD
CGCNSSFGCNICLEAAKEPVVTPCGHMFCWPCLYQWLHGRSVHPVCPVCKGGVLEVNVTPIYGSSGDERGASNNHIPPRP
RANRTGSLRQHLEMQESRGIANMVRQFIENQEILRANSVAPGGGGEVTVLPAAQPRGGRVQRQQRQDNDAGNTNSPTLQQ
VSNPAPRGGIQVTMQSSSADNDALAIPQQSSSMEQASTSSTVAVIVGQTAQSRRSRPSESTTTTRRTRRRRQQQQQ*   
>Bdis_3g16220                                                                   
MAGEDPAEGSRSRRRMDLNLYLGLPPLPRPPGRLGAAMDCPAPAPAQLPDMPVAEAPRTGEPEEVQPAVYSPSNALSMPE
LSTPELSLIDPMIIDWLDGLTADGEEALSAGEPAAVLDALSGDANVSQPVPAPLPPTLAGLEGVRLEWVERLSHPAVVPP
AVPGEMISTTPGRGGGTFEEMTPELRLQRLIQVSEQHRIGTPGPVTRNQRATSPGADRLLQAIKRSHNSLGTSKGAVNDE
ICECNSSFDCNICLEAAKEPVVTPCGHLFCWPCLYQWLHGYSVHSECPICKGEVLEVNVTPIYGRSDDERGASNNDIPPR
PRANRTESLRQQLQTQDPRGIANMVRRLIENQDTVRAHSAAPAGGVEVTVLPAARPRARVRRQQRQDNLNSRSPILGHPG
NTASPTLQHGSNDAPQGGNEVTFSPVVLQVGNMASPTLQHGGNDAPQGGNQVTLPSSSADNVALAIPQQSSSMEQASTSS
TVAVIVGQAAQSRRSRPSEYAISTRRTRRRQQQQ*                                             
>Bdis_3g21660                                                                   
MAGWADSGGSRDHNSPTSAANANANANEPDDKARRNAANFECNVCFEMADNPVVTKCGHLFCWECLYQWIHIHSNHRECP
VCKGQVADDAIIPIYGRGGSAASVHDAPPRPTGARVESSRQQLLQQQAAMDSRMDDEGDNPFDLQEIRLGFGARSLGDAM
MSFIDDDEVDVEQLYDDYTNLYHHYHHGFDEVHDYEFLGFPMLPSVGARTTRRHQHHTAVSDGIMETFFDDNMTTYGDID
IGNRSGRSRRGRARGASSPSGMVMGSSLEMGGSVVSYRNVGGDPPPNSTGGSSRPNGGWTERRGRSNRNSNSGGGRGMQN
SRRQGTHNN*                                                                      
>Bdis_3g27700                                                                   



MRKFQESVKALEADIEHANALASEFLRDYDGSVIQMRMAYSAVAHFLVQWTDCRLAGALGLLKIMIYKVYTPDGVATPSN
WEREASIREFYGVIFPSLLQLPSGITELDDKKQRRLCMDKFRRMDGDFSEVDLERELECGICLELNAKTVLPDCAHSLCF
RCFEDWNAKSKSCPFCRACLEKVNPNSLWVYTDGRDVVDTAVLTRENIRRLFMYINKLPLVVLGVADLDIYDYRIK*   
>Bdis_3g40940                                                                   
ITVHSFIGSKRRREQRASIQRNNDVRLSRSSANVAPKNILKKVAPPPKEPAFTCSVCLNKLEQASTTTCGHVFCENCIKT
AIKAQKKCPTCRKKLGPRSYHRVYLPTTTD*                                                 
>Bdis_3g44690                                                                   
MGKEDQVATVRAVLGEGTPEMDIIRALHMAGDDPTKAINILLDFHHKLPAPPLPSPSPSQSPPPVKPTNPPVESIPPPKT
PSQSKPAADKPRPNPAPTGGGEHWWLVGSAEMAGLSTCKGRRIAAGDPVTFSFPNSAAAAAPGKGRPGRLALASCTSEIM
RFSTPHNGEVGRIPNEWARCLLPLLKEGKIKVEGQCKSAPEVLSIMDTVLLCASVYINSSMFRDQKQSLPKAARVATDDS
TFHPLPALFKVIGLAPFKKAAFTPEDLYSRKRPIERKSSTGLPATKLTSEKLRLSCGGNEDDPGEGAVSDSDLDDIIGIS
DSSALEETAPPDALQCDLRPYQKQALHWMLQLEKGSSSQDAATTLHPCWEAYKLEDKRELVLYVNVFSGDATTEFPSTLQ
LARGGILADAMGLGKTIMTISLLLSDSSKGLITTHHSTQISREASGLGEIHIKSQNPVKNLASPFSFSKLKKLKTPLVGG
GNLIICPMTLLSQWKAEIEAHTKPNTMNIYVHYGQSRPKEASFIGQNDIVLTTYGVVASEFSTESSTENGGLYSVHWFRV
VLDEAHMIKSSKSLISQAAAALTADRRWCLTGTPIQNNLEDIYSLFRFLRVEPWRNWALWYKLVQKPFEEGDERGLKLVQ
TILKRVMLRRTKNSTDKEGRPILTLPPATIEVKYCDLSEPEKDFYEALFRRSKVKFDQFVEQGKVLHNYASILELLLRLR
QCCDHPFLVMSRGDTQEYADLNKLAKRFLHGGNSVVNGNSSSLPSKAYIEEVVQELQKGEGECPICLEAFEDAVLTPCAH
RLCRECILSSWQSTAAGLCPVCRKSMSKQDLITAPTDSRFQVDVEKNWIESSKISFLLQELESLRSSGAKSIVFSQWTAF
LDLLQIPLSRHGISFARLDGTLNLQQREKVIKEFSEDKSILVLLMSLKAGGVGINLTAASNAFVMDPWWNPAVEEQAVMR
IHRIGQTKSVSIKRFIVKGTVEERMEAVQARKQRMISGALTDQEVRTARIEELKMLFS*                     
>Bdis_3g49030                                                                   
MASDDGSGSHLPEKKEEVAAGAGFDDLEDPRFQCCVCLELLYKPVVIGCGHMSCFWCVHKAMHFVRESHCAICRQPYNHF
PSICQLLHHLLLKLEPVEYKKREKEVLEQEKSVDTYSPQIIEFLNSKDNNCENGEDGDSKLEDNISKTTPEVPVDNAING
HPKKIKLEDVSCARCKELLYQPAVLNCGHVYCMSCLPFLDDEALKCQVCGGLHPGGFPNVCLDLEHFLEEYFPEEYESRR
RKLQFGITQCTPEGSSPGTFCTKESMNRPSKQETYLQQNRDLSNVHVGVGCDSCGVYPIQGKRYKCKDCTELVGFDLCDE
CYNTRSKLPGRFNQQHTPDHRMELDNTALYGSVLRFQRIPEEGLIAELAFIGPGGMVQVVDDHEMEDNSEDEQV*     
>Bdis_3g49870                                                                   
MNRAANFRSCKIRMDQASTAGASDKPAAATSNDSWRRSTSGDVLPATAGGGGCFDCNVCLEFAVEPVVTLCGHLYCWPCI
YEWLRRRGHADDRSVSTRQPCPVCKAALTLDSFVPLYGRGGVRPKKPRPCGPAIPRRPAVHREAVEQRSAQHADTESDPS
TRPPRDDAPLDVLYPPPPPLGRGMNVMHSASGGTALAALTWFSRGEVPPPYYSSPYHLAAWENRSPRLRRQHMEVERSLR
EILFFLLVFVVLCLLLF*                                                              
>Bdis_3g57667                                                                   
MGDSSVPGALVPTVPKPEPARSGDGSAAAQAVVEEEEEQALADGEAAAAAGAPDGDLLCPICMGVIKDAFLTACGHSFCY
MCIVTHLGHKSDCPCCGNYLTKAQLYPNFLLDKVVKKMSARQIAKTASPVDQFRHVVQQGNDMTVKELDSLMTLIAEKKR
QMEQQESETNMQILLVFLHCLRKQKLEELNEIQTDLQYIKDDISSVERHRLDLYRTKERYSMKLRMLLDEPAASKMWSSP
TDKPSSLFASNSRAPLSASSQGGLQNRRLDLRHQANHQGFQRREALASSDPPNPPMQSGNVIARKRRVQAQFNELQEYYL
QRRRNGAQSRRQEERDTVMMNKEGYHAGLDDFQSVLTTFTRYSRLRVIAELRHGDLFHSPNIVSSIEFDRDDELFATAGV
SKRIKVFEFSTVVNEPSDVHCPVVEMATRSKLSCLSWNKYSKNVIASSDYEGIVTVWDVQTRQSVMEYEEHEKRAWSVDF
SRTEPSMLVSGSDDCKVKVWCTKQEASAINIDMKANICSVKYNPGSSYYVAVGSADHNIHYFDLRNPSTPLHIFGGHKKA
VSYVKFLSNNELASASTDSTLRLWDVKENCPVRTFRGHKNEKNFVGLSVSNDYIACGSETNEVFVYHKAISKPASSHRFV
SSDVDDADDDPGTYFISAVCWKSDSPTMLTANSQGTIKVLVLAP*                                   
>Bdis_4g00760                                                                   
MAANVGESTSSSGGAGDGGGSFECNICFELPQEPIVTLCGHLFCWPCLYKWLHIHSHSPECPVCKAVVEEDKLVPLYGRG
KDRVDPRSKNVPGAEIPHRPTGQRPATAPQADPNNHFPNANPNPWFMGGGGVPLANARWGNYTFSAAFGGLFPLLSFQVH
GFPDATAYGQPAGFPYGYGHGHGHGHAFHGGHAGHPHAAPRQAQPGQQQQADVYLKALLILVGFLVIASLITF*      
>Bdis_4g02647                                                                   
MQSGSASPGKAPVPPEDLPPPAAAGKEAMAEARGEEVKEDGAKTDAERGGARPRGRPRGRPRRQRPAAEESESGVVKVKK
ENLAPRITCPLCQRYLREATTICECLHTFCRKCIYKKLAVEELNHCPVCKIDLGCAPAEKLRADHNLQALRSKLIPVKGK
KINAEVESPVTAPVKIKERSISSLVVDPPRLTTSLTGRRTRAVTRKAAAALRGLGPILDPVGKDNDNTNKHADNISLLDS
LSKVPQTRRKASQAETSSHHSSKDKADHGKDLDKAELWKPLNCLVDAASKTKSFRSSPQSSAVKGAPSNESPSNGHVSRE
KSGEHLRKSIFQGDKKDTPLSEMMLKRKGPGRGRPATSVAATTQKVPDVRALNSIWFSLIASFEQKGFPQLAQIPTHYLR
INDGSIPASSIQRYIMQKLSLQSESEVELTCCGQSVNPAQPVRNLIERWLRFGPSRPLQTVVGSSGGEYVMVISYGRPK*
>Bdis_4g13220                                                                   
MSVRFRYRSSPRFETLDLGGAVSVSVRDLRARILGPALRRHSGLLISDAATNRSTPCSPALSIPHCAPAARPTPSIWLIF
WGFFFPAALDDDALLIPAGSDLVVKRVPIESVDGGGAEEQPGCGHGNRGDGIALLPPASHKFDDTSKALCPGVEVDLSES
YPYADDGDKLARSSEKRYLNIEGSGLSEAMPKEIVVDNSTEVLGLEEGKREIETSSKARELEKMEQRTNMDSPAELRCFL
CETIFEDAVMMTCCRHNFCNRCIISALAEIKKCPKCSSTRCTTNDLLPNLSLRKAIEHFLDDPGRMYAPDVESCIEANES
SCALSIHQQEQKLPCSPSVTGKDFNQTMSPVKQVKKSSSIKIRLDGNKPTEAVSALPQEAPRNVDFQSASSSKMYQNIAQ
ESEVLHTVEAKSFRMNSWDADGNRFAAPVTRDRKGGRTCYRCGSPNHLIRYCPVASNEQAEDSTFHGDAYGPPNWQGSMF
HPLQPYANSYGTPGVIPFDPGVVPASPFGVPSYMPPFYGRMQNPYAFMGMRGMPSPVLPVLQQSHTGLGIHDNVKSQETP
SERGGREYDCDTISEDYPDDDGRRSHKLYPTEKNSDRYYDVGSTNVKKRHRKDKYCSPTREKRTYSSEQELVDQKHSVEF
GSCGRERTNHYCKQSASEWHGIPDNSIQDSKQRSKQHDRSASGRRDESGRKFRSDYSDYSRHQSCKEKIHADKADDGHKS



SKNTYGHKHRVQETDYKRDSKVTITSQSSRHGTTKVGSSNGHLGRDRVMGDGRHGDDESDHYRHKRKGRH*MSVRFRYRS
SPRFETLDLGGAVSVSVRDLRARILGPALRRHSGLLISDAATNRSTPCSPALSIPHCAPAARPTPSIWLIFWGFFFPAAL
DDDALLIPAGSDLVVKRVPIESVDGGGAEEQPGCGHGNRGDGIALLPPASHKFDDTSKALCPGVEVDLSESYPYADDGDK
LARSSEKRYLNIEGSGLSEAMPKEIVVDNSTEVLGLEEGKREIETSSKARELEKMEQRTNMDSPAELRCFLCETIFEDAV
MMTCCRHNFCNRCIISALAEIKKCPKCSSTRCTTNDLLPNLSLRKAIEHFLDDPGRMYAPDVESCIEANESSCALSIHQQ
EQKLPCSPSVTGKDFNQTMSPVKQVKKSSSIKIRLDGNKPTEAVSALPQEAPRNVDFQSASSSKMYQNIAQESDADGNRF
AAPVTRDRKGGRTCYRCGSPNHLIRYCPVASNEQAEDSTFHGDAYGPPNWQGSMFHPLQPYANSYGTPGVIPFDPGVVPA
SPFGVPSYMPPFYGRMQNPYAFMGMRGMPSPVLPVLQQSHTGLGIHDNVKSQETPSERGGREYDCDTISEDYPDDDGRRS
HKLYPTEKNSDRYYDVGSTNVKKRHRKDKYCSPTREKRTYSSEQELVDQKHSVEFGSCGRERTNHYCKQSASEWHGIPDN
SIQDSKQRSKQHDRSASGRRDESGRKFRSDYSDYSRHQSCKEKIHADKADDGHKSSKNTYGHKHRVQETDYKRDSKVTIT
SQSSRHGTTKVGSSNGHLGRDRVMGDGRHGDDESDHYRHKRKGRH*MFNYLLICSDMSCPRYLNIEGSGLSEAMPKEIVV
DNSTEVLGLEEGKREIETSSKARELEKMEQRTNMDSPAELRCFLCETIFEDAVMMTCCRHNFCNRCIISALAEIKKCPKC
SSTRCTTNDLLPNLSLRKAIEHFLDDPGRMYAPDVESCIEANESSCALSIHQQEQKLPCSPSVTGKDFNQTMSPVKQVKK
SSSIKIRLDGNKPTEAVSALPQEAPRNVDFQSASSSKMYQNIAQESGQYLSFAYQSSPQSTSNLFSSDADGNRFAAPVTR
DRKGGRTCYRCGSPNHLIRYCPVASNEQAEDSTFHGDAYGPPNWQGSMFHPLQPYANSYGTPGVIPFDPGVVPASPFGVP
SYMPPFYGRMQNPYAFMGMRGMPSPVLPVLQQSHTGLGIHDNVKSQETPSERGGREYDCDTISEDYPDDDGRRSHKLYPT
EKNSDRYYDVGSTNVKKRHRKDKYCSPTREKRTYSSEQELVDQKHSVEFGSCGRERTNHYCKQSASEWHGIPDNSIQDSK
QRSKQHDRSASGRRDESGRKFRSDYSDYSRHQSCKEKIHADKADDGHKSSKNTYGHKHRVQETDYKRDSKVTITSQSSRH
GTTKVGSSNGHLGRDRVMGDGRHGDDESDHYRHKRKGRH*                                        
>Bdis_4g24480                                                                   
MDSGECSNSKPPAPTTGVWAKLVPTDSAYPEVAVAEDDAVVCSLVAPAGAAGAGEELSWCEIRRGGDASSATIRNLSSDA
IIVDGRVIQQEVVDIKPGSQIVPGPQKEGHLVYTFDITAAKDHDKNNVKIVLDIENAKCSICLNLWHDVVTVAPCFHNFC
NGCFSEWLRRSSTNSRDKSQSAACPQCRTAVQSVGRNHFLHNIEEAILQAFSSLQRSDEEIAMLESYASVKSNLVLGKQK
NQSRKRPLPRPSDESDDSELPCPQCGTEFVGFRCSPGVAHLQCNGCGGMMPARSNNSIQQKCLGCDRAFCGAYWYSQGVN
SSHCSRICNQETFRRISQHDISGLPETLHGGNPFEKDITERCIQQSGKTLQAVISEWITKFDNKELDRSRLQLNNVDTIT
SRTHLCNHCYDKFIDFLLYWFRVSMPRNLLPPDAANRDSCWYGFMCRTQHHRPDHAKKLNHVCRPTRGNP*         
>Bdis_4g25177                                                                   
MGSTGEPDRKRRLSGSFPQQGVAAPVAAKRPALPPCSDDKKLDFAVLKYKNQKLSEQLEVHKSGYRALEGKFDDLKQRQK
AHHETQDLVNKSWESLVTGLKSISLCKSGSQNSSCSSGHSNVSTDGACIPKDKDFLSRLVETGATESSGCHMENNAHSST
TDVLKNVFSSIDSWDASNKFQPAFVAALPENDSSRELQSTLNELVLEFNEAMQALSDLHLKHRKLTEKYQNQKYLNVQRK
AEHIRLKEELASAVAELEESNHKLAVLKTQGDTTRGTPTFFPTLGNKNMAEDNVRDKQKELQDLEACHKDFTDLVSQRLV
EIRRLHEERIEILNKLATFQNTLTDCKSIYSSQAFQVLKDQLQKSQAELDQCRTLLETLQVDKDKLIWQEREVNAKVDLA
GISHRVYVNCESSIAVLEQNLRKVVDEKNMLLLKLEESSRGPGRKQIISEFKALVSSLPREMGAMQNELCKYKDDASELH
CLRAEVHSLSDVLTRKENAINELLCRSARAGSEIRDLRSTVCELRQTNCELKLFLEMFKHESTDSRDVLEFKDREYREWA
HVRTLESSLDESRLEQRVKAAIEAEATSQQRLASCEAEIAELRGKMDSSRRDFGNLSELLKSKHEEGESYLSEIESIGQA
YEDIQTQNQQYLQQIIERDDHNTKIFMEGVKVKQTQDTLHLEVCSLNRNLRQAKSLIDLYKEKISQLDDKLKVWSEQAVR
LSEDERRHSVSSGNAQRKLVDAQGEAQQLRCSMDQVQAKVGRSRLEVAGLLIELEKDRFSKRRIEDDLELMSRKASSLRA
KTEESSVLEKLHQEAKEYREILKCGVCHNRQKEVVITKCYHLFCNECIQKLLRNRQRRCPSCGLSFGANDVKPIYI*   
>Bdis_4g38230                                                                   
MRCSFSSRSWYCWPGHTRAQSVALSGGYIDDEDHGEWFLYTGSGGRDLSVNKRTNKDQSSDQKFEKMNAALRLSCLKGYP
VRVVRSHKEKRSSYAPEHGVRYDGVYRIEKCWRKIGVQGTYKVCRYLFVRCDNEPAPWTSDLHGDRPRPLPKIKELQGAT
DITDRKGSPSWDYDEKEGWTWVKPAPISKKPVQSGDPETDKEIRKIQRRAHLSVAERLLKEFGCSICRNVIKEPLTTPCA
HNFCKTCLLGAFADQSTMRERSRGGRTLRAQKIVKKCPSCPTDICDFLENPQINREMMGLIESLRSKADEDKKDMEESVE
EDEDALEKEDDDSSLNEEENGAEDKDGEQDADAPVIEVVVEIKEEVKKAQKRKGDDGEEGKDEKKTKTTAAAVDNAAEED
AAMEMGTEIAEANEEGAQQVQKKRKGRGAAAAAGGSKRKKTVSAAAAEKKNTGGGSPRRTMRGGLKATGEVDGSPAAAAS
SPRRMTRSSGLADCGGSPATRTRSSAKAGGGS*                                               
>Bdis_5g00770                                                                   
MTCYGDGDDDGRGDWQESPGQDFLFTAEIAAVRAVLGESIPEAFVLSVLLRSGVGGNAERAINVLLDDAAAASAAADEDT
KKAPVKAERDVAADDASPTPTPMALAKVKAEPREEVKKERPHQGSHPVKAAPLPPRRINEDEEEEVTSRLRVAGSCGISL
VPRPPVVARADDDVEINDVAPRSKKRVREEDVVDLTATHPLPYLNPKPIRAIPSHEAAGMYDRPRPVRAIAPAPEKDWKM
VVAPPEAELGDFPPEPDWFLVEKSYVAGLSTHSGTRMLDAGEIVHFAFPSYDRKHCGIKMSAKKAAALAKIVRFSTKRAG
EIGKLSTEWTNCLVPLVNSSKVKIQGKIVFPTMELRLMQEILLYVSFYIHKSVFTEGDNSSLSNLAPASVDFSDNPLHAL
FKLLKLRASVKADFGLDDLTRQRLWNLRGDANSDAEYTPIVGLETHRTAGQTFPEQGANEQAISEAALNKIIGTAETYDL
KEAEPPSTLVSTLKPYQKEALFWMSELEKGSIDDETKQTVDPCFSAYSIADKRAPKVYINVFSGEATTRFPSLSRTTQGG
ILADAMGLGKTVMTIALILSNPRGEQSRYIERDVRPVRGRDTRARTSSPSIRGGTLIVCPMALLGQWKDELEAHSTQGSL
SVFVYYGGDRTGDLRLMAEHTVVLTTYRVLQSAHKADGSSVFHRIDWYRIVLDEAHTIKSPRTKVAQAAYMLASQCRWCL
TGTPLQNNLEDLYSLLCFLHVEPWCNPNWWQRLIQRPYENGDERGLKIVKAILRPLMLRRTKETKDKLGNPILVLPPAHI
EVVECEQSVEERDFYEALFRRSKVQFDKFVAQGNVLRNYANILELLLRLRQCCDHPFLVISKADTNKYTDLDELAQRFLE
GVQSDSGRLAVVPSRAYVEEVVEEIRQGATTECPICLESASDDPVITPCAHRMCRECLLSSWSTPAGGPCPLCRSPVTKD
QLIKLPGKCRFEVDAKNNWKDSCKVAKLIMTLEGLEKKREKSIVFSQFTSFFDLLEFPFNQKGIKFLRFDGQLSQKHREK
VLREFSESQDKMVLLMSLKAGGVGLNLTSASNVFLMDPWWNPAVEEQAIMRIHRIGQKREVQVRRFIVKDTVEERMQQVQ
ARKQLMISGALTDDEVRSSRIEQLKMLFK*                                                  



>Bdis_5g16540                                                                   
MEAGRMDQVCMAAINSQPSVSDDKPMKNISGEMPAAAGSGSFDCNICLDFAADPVVTLCGHLYCWPCIYEWLQPAAESAS
SNNRSSARQQCPVCKATLSADSLVPLYGRGGSSKKSLDGMAIPRRPMVHRENAEHHHTQSNIDDRHHQNMEPRPLLRPLR
HAHHHSGATEFDFIHPPSPLGRGLIHSTAGGVLGGMAEAVLPSAFRGQLPPSMYYTSPYYIAAHNMGPRLRRQQMEVERS
LHHIWFFLFVFVVLCLLLF*                                                            
>Bdis_5g22745                                                                   
MEVIDLSSDSEDSTPLCLDGKENLGSDDPSDGAVKSIVLFNTPFGQNNAAQPITLDDDDWLDSTEASTSYRSPGSVCHTA
QAVSARRIYPLISSSVMLHDSPDSNSQKVLTENDDDVVYMSTVPPQSFPTNHLSLSYNGIKEDLTANSNCLGRSAANGTG
ISSSTMSAHWKLAVNRSQKVETDSDNDDVYAYEGPRSQRIFRPSMPSWNSVNDAELLYDPDTQSHPNLENKLFGGDERAI
YHEALKHISQERREEDLPEGVMSISLLKHQKIALSWMLSKENSSHCPGGILADDQGLGKTISTIALIQKERVQQSNFMSS
DSNSKQSVSLDLDEDDTVIVLDKKELKGEPSERPAISLELSASRPGTAVNTMVSTVKVEPKKTRLSLPSSASNSKSTTRP
SAGTLVVCPASILKQWASEISAKVTESSELSVLVYHGGSRTRDPTELTKYDVVVTTYTIVGQEVPKQDNDDDMEQKNNEI
YGICPEFVAGNKRKRPKMTKKKKPNHSNADLDGGGPLARVRWFRVVLDEAQTIKNYRTKSARACCALRAKRRWCLSGTPM
QNTIDDLYSYFRFLKYEPYSSYRLFHSMIKNPISKGASQGYKKLQTVLKIVLLRRTKETILDGEPIIKIPTKTIQLKKIN
FTQEERYFYLALEEGSREKFKAACIGLGKFAAAGTIKQNYANILVLLLRLRQACDHPFLLKEDNQENLTDPGSIEMAKQL
PRDTLINLLQKLDARHPICLICEEPADNAVVTTCHHVFCYQCVLERLSEEDVCPLPWCKNKLRAETLFSRPVLRLCISDE
LESYATTSCSAAADEPSPICERSYISSKIQAAIDVLKSIFNTHALTDSDTIESSSSQIAPKAIVFSQWTGMLDMLGLSLD
SNLINFRRLDGSMSLNNRETAVEEFKTDPEVRVMLMSLKAGNLGLNMIAASHVIMLDPWWNPYAEDQAVDRAHRIGQTRP
VTVTRFTVKDSVEDRILALQAKKRKMVESAFGDDKSGGNATRLTVEDLGYLFDI*                         
>Bdis_5g26340                                                                   
MVACCSMRRSFRDSLKVLEADIQHANTLASDFSRDYDGACLQMRMSYSPAAHFFLFLVQWTDCSLAGALGLLRVLIYKVY
VDGTTTMSTHERKASIREFYAVIFPSLMQLHNGISDVDDRRQKAVCTERYRRRDEDQSKRQVSEIDSERDEECGICMELN
SKVVLPNCSHAMCIKCYRQWRSRSQSCPFCRDNLKRVNSGDLWVLTDHGDAVDMATVTRENIRRLFTYIEKLPLITLDNI
FDAYDSHRMFLVLGCG*MVACCSMRRSFRDSLKVLEADIQHANTLASDFSRDYDGACLQMRMSYSPAAHFFLFLVQWTDC
SLAGALGLLRVLIYKVYVDGTTTMSTHERKASIREFYAVIFPSLMQLHNGISDVDDRRQKAVCTERYRRRDEDQSKRQVS
EIDSERDEECGICMELNSKVVLPNCSHAMCIKCYRQWRSRSQSCPFCRDNLKRVNSGDLWVLTDHGDAVDMATVTRENIR
RLFTYIEKLPLITLDNIFDAYDSHVK*                                                     
>Sbic_01g012070                                                                 
MSANVDESTSGGSSSDAAGGSFECNICFELPQEPIVTLCGHLFCWPCLYRWLHIHAHSPECPVCKALVEEDKLVPLYGRG
KDRVDPRSKNMPEGEIPHRPTGQRPATAPQADANNFANANANANPWFMGTGVPLANARWGNYAFSAAFGGLFPMLSFQVH
GFPDAAAYAQPAGFHYGYGHGHGFHGGHMGHTHGVHRQAPLGQQQQADIYLKALLFMIGILVIASLLAF*          
>Sbic_01g013190                                                                 
MKFGATYEEYLRAEQDKFLGQCSHVEYKRLKKCFIDDQQIMVQEGRMLLNYVTMNAIAIRKILKKYDKSPWLIELGAFHL
NCDDSDADEPGAGGFFKNGFFKNFSCDLSGAQPLLTMTISETLKYEYSLTCPICLDTLFNPYALSCGHLFCKSCACGAAS
VYIFQGVKSAPPEAKCPVGVFGRALHMTELELLLKRRDKDYFAQRLREERSVMVKQAKEYWDSQAMLSMGI*        
>Sbic_01g014250                                                                 
MPHHPPRMYNTSDFYGSDEDEELVTGDDDEDEGWQDQEEDDMPPRRSLQISAIKKDSLSVAQQQDLSMVMGLFNIKQHHA
RALLIHCRWNTDCLGDHLERKGQERMLMEAGVVLQQQETSSSSSSSRVLCEVCFEDSSPRHVSTMDCGHSFCNDCWTQHF
VAALDLGKKQIRCMGFRCPAICDEAVVQRLLGRRDPAAARRLHDLLLRSYVDDNGAVKWCPSVPHCGRAIRVDAADEAEP
LCEVSCPCGVSFCFRCAAAAHSPCPCAMWERWEAKSQGEAENVRWLLANTKSCPKCFRPIDKIDGCNLMTCQCGQHFCWL
CGGATGFAHTWTRINNHSCNRFEKGEEKRKVDDAKRQVRRYEHYYQRFHAHDFSYRAEHDKLGPAVAGRALTLERSGGVL
TRDAAWLGDAHGSLLRCRQVLARSYAFAYYMFDAEATATLSMAKKQALFEDYQEQVEGNVERLSKLLETTDVPELPEPEI
LQAKQDVTNLVRVVEAHCGKMYGCIQDELLPMLVEPMSIVAYQQGGPSKAHELPA*                        
>Sbic_01g016826                                                                 
SGAKAAAAAAESEESESEDADAAKQEFVPVKLPDVRKEVQCPICLGIIRKTRTVMECLHRFCRECIDKSMRLGNNECPAC
RTHCASRRSLRDDPNYDALIAALYPDIDKYEEEELAFNEEENDRNKQIQASIAEAFRKQSEVIGRKSTAKATAAAFVRRS
RRNIRPNGQNTYFRGRGRANSDDVALAGSEDEEDGNGENCSKEASSA                                 
>Sbic_01g020530                                                                 
MRKFQDSVKALQADIDHANELASEFLRDYDGSVIQMRMAYSAVAHFLVQWTDCKLAGALGLLKVMLYKVYADDSSALPDW
EREASIREFYGIIFPSLLLLPSGITELDDRKQRKLCLKKFRSRDEQLSEVDTERELECGICLEVSRKIVLPDCAHTLCMR
CFEDWNEKSKSCPFCRACLEEVKPGSLWMYTDDSDVVDMDTLTRENIRRLFMYINKLPLVVLHVVDLDIYEYRIK*    
>Sbic_01g027700                                                                 
MAGWTNSTGSGSGSGGGRGSGGRGFMNLHYNNDMFHDSTNAGGGRGRFIGGRSRGRPPQQHHYRFRRVDAVHRDSPPASL
SDQQAASSNSSRHARLTHPISTADKSSTSGTAAPPSNREPDDKAIRNAANFECNVCFDIAAEPVVTKCGHLFCWECLYQW
LHVHSHHRECPVCKGQVADDAIIPIYGRGGSAASVNNAPPRPTGARVESSRQQQPTLRPFEFPSLNMNPRMTSLREAFLS
LMTNSIVDVEMDNSDAMTYFDDGEFYPGVNELDMEVDRYGDPDDDEVYEYDYHFGGVPLFGSAGTEASNPSSSQAHADMI
NIRDYTVSTTTGGYHHQEFGYSGTRPNYNRGRRGRRNRSRASTDHLLSADEMMVMPGSSGFVHNNNGSSSNVSAGAAFQP
NHGWTERRGRSNRNSNSGGGRGGMQDRRRQRTHYN*                                            
>Sbic_01g032050                                                                 
MTSPGGVFSTALVAEDFPWVEREEEMGMAPDTYSEVFGLAQRGTLAFRDRRFDEAISCYTKAQNLRPDPIILGNRSLAFC
RLSQLLRERSAADSEYQPLNGLDPTTHAELALKDAEKILSINSNSPRPYLLKAYALILMEHYHEAREALLAGLQVDPLSH
VLQTCLNDLDRNTNIAAGARRASLDRTDDFECTLCFKLLYEPVTTPCGHSFCRSCLHQSMDHGNKCPMCRTVLFIGPRTY



PLSVTLSNIIQRNFPQEYAERRSEHETMTYAGVDLMPLFVMDVVLPSQKMALNIFEPRYRLMVTIDSATGTVADCGCEVE
ILECEPLPDGRFYLELMEMANEASEMARAYIRRARETIRTARRTRHLDLEGMPGPQDPEKFSFWLVNLISLRPSDRLDML
RLRDTRERISSSIRLLSDAEQGCRVQ*                                                     
>Sbic_01g050080                                                                 
MPSRYVIEEDRYDIDAYNDRVYEEMAMRARFQSARPVVAIRGGPVAEEDGGDGGAEGSSADEEEEEDEEEEEDEEDEEEE
EEEEEEREGVQLVAGDCEPPPRARVSGVSAAAGAGAAVERANTSTCPVCMDLWTSQGPHRISCIPCGHVYGRSCLEKWLT
QHGNRSAKCPQCAKRFKHKDIINLYAQEVAIPNSEIEKKISYLREEISSLKRKVVRHDKMFEEMTKRQNDMEQGINYGVS
SKRQKVAQHPYEAANLEPSIPATISFSLQNELPVDGARVISIDACNKKILVSGRATAIGAEYVLTKINMSNHEVRKIHLP
PDTKAVRDMCILPGGSAILTSLGKKLSLFSMTTDSITLNWDLPAPGWSCAVGPSGSHHIYAGLQNGMVLVYDIRQTARPM
HSMVGLSTNPVHTLHSVIDNGGSRKVLSASAIGPCMWDADNNQSRPHLLTEMGDQRVCISLACAAPSCDLMVASFRPKVN
PSGDEVAASQVYLSQTPMRSGSGKPGYHALIRRRDNTSFTEGIACYANVSESRMSKSAIIPYGDNQQLFAYGDESLRGVR
TWQLPSFQTHADLCTHREPILDLRYAETESPDGRKYLGCLSEEKLQVFRVN*                            
>Sbic_02g008650                                                                 
MVQQPRINSKMDEVIRKARMPKTTNSTGLVDSHRHYIQNVDKPDRAYTTKRAKRPGKANASSGKIFVTTEPDHFGPILPK
HDPMREIGVKVGETWADRLECRQWGAHFPHIAGIAGQSGKGAQSVALSGGYEDDEDHGDWFLYTGSGGRDLSGNKRTNKE
QGFDQTFRNMNEALRQSCLSGHPVRVVRSHKVKHSLYAPKLGVRYDGIYRIEKCWRKIGIQGKFKVCRYLFVRCDNEPAP
WTSDDHGDRPRPLPDIPELENATDIYERDEQPSWGYDERERCWKWMRDEPQPTRIKNAGKQVQRRARSNTKRLLKEFSCS
ICCKVMTEPLSAPCGDNFCKTCLLGAYDKQSSVRERSGGGRTLRAQKIVKRCPSCRIDISDFLVDPQINRDIMNVIESLQ
LKLEEGNTTKDIPYGGGDMAEEFHDDEQEENDGGGMEMDEAGCSFDVEEGDNAEDHEDNPADMDDDACGEIVVGIKEEGQ
QPDQKRKGDTDIGTDGPNKRTTTRVGVGQQNSKGDEAGM*                                        
>Sbic_02g009020                                                                 
MAQRGELGRQLPLRGPLKALEADIHHANAMADAVQRNYGGACVQMRLSFSSLAPFFLYFIQWLDCGCCYALPSYLGLFHI
LICKVYADGDSSVSTYERRASLREFYAIIYPILQQLESSLIERDLKGKGRCKDIVSRRRMEDWKKISGKDLEREDECGIC
MEACTKMVLPNCSHAMCIKCYRDWYKRSESCPFCRGSLKRIRSRDLWVLTNYNDVIDPAHLERENVRHFYSYIDSLPLIL
PDSIFFFYYDYLL*                                                                  
>Sbic_02g034440                                                                 
MPRRGSSSGRRRRRDEEDEDDLPSDDTSDADFVVDSGDEAEEDDDDGSDGEGFVPDDDAPPAPAVPEMAMAPPVPAMAPP
VPIRIRNQAPGRRRGKKARDHEPPLPWEEWEVANESWLDALDAAEGDRDGDGEATEAAPAAVPTADPAPEVVLSLLRFQK
EWLAWALAQEASVSRGGILADEMGMGKTIQAISLVVTARRLRPPDNHAASSSTSSVGRPKVGCTLVVCPVVAVIQWTEEI
ERHTESGSVRVLIYHGAKRGAQKLDFNSYDFVITTYSTIEVDYRKHIMPPKIRCQYCSRLFYPNKMKVHLKYHCGPNAIR
TEAQAKQQSKKRDSSKGKVRRNRRVHKKGDESNMDSQELPDESGSQSRGQSPLHSVRWERIILDEAHFIKDRRSNTARAV
FELESEYKWALSGTPLQNRVGELYSLIRFLQIFPYSNYFCKDCSCEILDTSMKKQCDCGHSSVRHFCWWNKYISTPIQYG
STTFEGKRAMTLLKEKVLKGIVLRRTKKGRAADLALPPKIVTLRRDSFDKNEMEFYEALYTQSVTQFDAYVVAGTLMNNF
AHIFDLLTRLRQAVDHPYLVAYSKTAEHPEGMKNEGNDTMESQCGICHNLAEDVVVTSCDHAFCKTCLIDYSAALGNVSC
PSCSIPLTVDLTAQNSAGKVTQSVKGRKCSGILSRLPSLVDFKTSTKIDALREEIRNMIEHDGSAKGIVFSQFTSFLDLI
QFSLEKSGIKCVQLNGAMNITEKGRAIDTFTRDPDCRIFLMSLKAGGVALNLTVASHVFLMDPWWNPAVESQAQDRIHRI
GQFKPIKSTRFVIGDTVEERILQLQEKKHLVFEGTVGDSPDAMSKLTEEDLKFLFQI*                      
>Sbic_02g039010                                                                 
MRAGAPAGDAGPSSGAGAGSSTPARPRRFPGAAQPEIMRAAEKDDSYAAHVTEACRDAFRHLFGTRVAVAYQNEIKLLGQ
SLYYLLTTGSGQQTLGEEYCDITQVATLHGLPPTPARRILFILYQTTVPYLAERISSRIVARSIALNESQFDDHPESDNS
SSDIAQSVTNNGIPSTSLSVSALSRLRGRVHALWQWVLQKWPSMLPYAQDVIQLAIRTNLMFFYFEGLYYHLPKRAAGIR
YVFIGKPMNQRPRYQILGIFLLIQLCILGAERLRRSNISSIASSINQISSGSYPSSTGRGIPVLNEDGNIISDIRSGKAA
DIASHSEASSGKSKCTLCLSTRQNPTATTCGHVFCWNCIMEWCNEKPECPLCRTPITHSSLICIYHSDF*          
>Sbic_02g040960                                                                 
MAASSSRGAPAAAAADDNETYLLGFLISKIVGMRYYHGKISGREAVGLVRQPLNTYDSNAIAVFNARNEQVGHLPGALAK
VLAPLLDSHLIAVAQGIVPRSGSKINPNAYNLPCQVHLFARPAAAAVVEAALHEAGLDLIHADHPEFALSQAAAVMERTK
KGDRDVDKLFSLVGKKEGENQIQPMDPPGDVVLSELFGHQKEALGWMVHREESADLPPFWQECEDGGFENVLTNQKTENR
PPPLKGGIFADDMGLGKTLTLLSLIGRTKARNVGVKKARGGKRRKVEDAEEGSRTTLVVCPPSVFSSWVTQLEEHLKAGS
LKVYIYHGERTRDKKELLKYDLILTTYSILGTEFEQEDSPVKDIEWFRVILDEAHVIKNSAARQTKAVIALNAERRWVVT
GTPIQNNSFDLYPLMAFLRFQPFSIKSYWQNLIQRPLEKGNKTGLSRLQNLLGAISLRRIKDIDIGTKSTVDLPSKTVLA
CYIDLSAEEREYYDQMQQEGRNKMQEFGDRDLILRNYSTVLYFILRLRQLCDDVALCPLDMKAWFPANSIEDVSKNPELL
KKLASLVDDGDDFDCPICLCPPTKTIITSCTHIYCQTCIMKILKSSSSRCPICRRTLSKEDLFLAPEVKHPDEDGSSNLE
SDRPLSSKVQALLKLLKASQNEDPLSKSVVFSQFKQMLILLESPLRKAGFKTLRLDGSMSAKKRLQVIQEFTHGGPDSPT
VLLASLKAAGAGVNLTAASTVYLFDPWWNPGVEEQAMDRVHRIGQKKEVKVIRLIVKDSIEERILTLQERKKRLISSAFG
KKGGKDEKEMRVEELRMMLGLD*                                                         
>Sbic_02g042630                                                                 
MKFGKKYEAYMRGMEAELPAVGIKRLKKMLKTCRRSTSPSPSPSAAASSDRRCTGHCTVCDGSFFPSLLNEMSAVVGCFN
EKAKKLLELHLASGFKKYTMWFTNKGGKSHGRLTQQGKDLVTYAIINAVAMRKILKKYDKIHYSKQGQEFKAQAQSLHIE
ILQSPWLCELMAFYMNLRRSKKNNAAAMELFGDCSLVFDDDRPTLSCNLFDSMRVDISLTCSICLDTVFDPVSLSCGHIF
CYLCCCSAASVTIVDGLKSADHKSKCPLCRQQGVFPDAMHLDELNMLLSHSCPEYWEKRMQLERVERVRLAKEHWESQCR
AFLGI*                                                                          
>Sbic_02g043730                                                                 



MASRDLRGSPRSAPRRHGAAAPKDGSDLLSPRFRSAAELAGWDEESVLAAMVVEDTPVRESRRKRRASTSSAGGSAGSST
RKRRPRRQFPAKIPPVVLALDDEDDKTDTAEDGKSEVKATKEEEKVVLVGDKEASGSGEKAAATGNMPCMDRLREELSCA
ICLEICFEPTTTPCGHSFCMKCLRHAAAKCGKRCPKCRQLISNSRSCTINTVLWNTIQLLFPSEVEARKSSTSSPSPCGK
DVNRSPLRANRFSQGGTGMRTRARSSSSFITEGRTRSSYRTFLEPGSTTRTNTSANFISTHGNTRSSNSRSRGFVSASQL
LLPRSTVGSEQSEDAALAYRLQQEEFMNAFEEPEQERQTRNAVSTARDTLREIASRAIRLRAARGWPV*           
>Sbic_03g002770                                                                 
MATTAPPVDAEAETPECPVCLSPFDAASVVPRVLPCGHSLCGPCITALPPASAAAAGASSLRCPLCSQCVPFARTLGPSS
LPKNLALLALLPSPSHALTATPATAPPPRPRQLPLHAAHSRLLSRFRHAVLPESASPLRSEPSPVHLAFGSLDFDLGAPW
FCARGRPVSLLPIETQAVPPAKQEAEVYRPSHAARVLAAIDALSDAAKDELAGLIASSARLARLVCRLYGVWMSPDAPPL
WMVSERHPRTVSLLLEEEIISREETVMQTGFLVMEACEVIMGLHSEGLVLGCLGLDCFCIDRFGHCLLDLNQALALCRGV
QAEPSSNSIRAFIAPEVRVVLDDISRVKDRDFDGLVGCSSDIWSLGCVFVALLTRDEQLVAGWNSEGLYDDWEKEVVTRL
DASLLGTILEPLAAVIASCLRYDPKCRPEIADVWKCIRGLLTKSDDVTLAPGDDVAAQKSFRCLLLGELSSMFTDSGAVE
SDDKTQLSRGADDNRLNQDHGSHDGFLNNRGNDLSGIDSPQSAGVFKSSTLLAHRDCVTGLDVGGGFLFSSSYDKTINVW
SLQDFSHVQCLKGHEHKITAIVAADNDSHSLCISGDSGSGIFVWHVDSTLKEEPLNKWYEHDDWLYRGVNCLAVSGTGYL
YTGSRDKSIKAWSLEDYSLRCTMTGHKSTVSCLVVASGILYSGSWDGTIRLWWLTDHTPLSVLEDDTAGTIAPVLSISAE
ANFVASSYENGYFKIWKNDMLVKSEKLQNGAVYAVKLSDKWLYTGGWDKVINIQELLDDESEVELRDVASITCDSIITSI
LPWDERLIVGLSSRDIKVYYKAS*                                                        
>Sbic_03g007633                                                                 
MDLDAFECPICFSLFEGSIFQCKNGHVVCDPCRVRIHGTCPSCRNPVGEIRCRALEKAIADMVLPCAFSRHGCTQLLKHK
ERQDHEALCHYAPFVCPFQGCAYSVESTLLLHDHILDTHAINNVVSLVGSTQVVLHWSTPFEVLLDPVDRCVFLLLNGGD
VPSGRSLSVVCLGPRPMANQLLEYKLKVGGAGEPGALSLSASGSVPCMRRWAGQHPNDGFLFVPNAYWTSFSCVLVNVRV
QKSAVDSL                                                                        
>Sbic_03g010120                                                                 
MGANCCVAAKERTQPCITPIEVSAYRNVRHSPSWSFRWDNRTHIEDIMDIPTLFSNHSSGSIRPDTKSGSIAPTEGFSNG
NSRGTSPSNVFHGAKWHKSDKKTEAPKVTKVDPRADRTTASNCSPEAKLSRKSLDMSSVASDLKTSVSVPSTPPLVSRAD
PSSSRGHSQPTDSDSTKKARRSPGYQLYRQVSDSKIPSLRSLNEISSPEGRPSSSMLSVCSNDLSAAGSYGESSDGWSMR
TFSEMVATSQRERWSLDSELLGSISSKMTRSSASNSTTLPPDQEVCKLCLKMLKERSTWNAQELAVVAVLLCGHVYHADC
LDSITTEADKYDPPCPVCTHGEKCTVKLFGKLESKIKNKIPKNVAVDMNPDGNGNKHQKKGRREPRLGTSSSMKVPFSRP
FLRRHFSIGSRPPRSVSETDSTRKKGFWARHWRE*                                             
>Sbic_03g012810                                                                 
MAGEEAPEGSGTRRRMDLNLYLGLPPLPRPPVWLDTTMISPTLMPNSTGAAPEAPRTGEPEESLAPVAAAYSPLNALSTP
EEHPMLDPIVYSWLDGNSTDGEEDTDASEPGPVDGANVSRSQLLVAATGLEGDGLPVVRFVRPSRVAGGGMEMVNTSILR
RSGQGAAAIEAGTPELRFQRVIQISQQHSIVRPASVNRSQGVASTDADRLVWAIQRTHNSLEAARRQKLDGDKVSGNGAA
KKDGSCDCNSSFECNICLDPAKEPVVTPCGHLFCWPCLYQWLHAHSTNSECPVCKGEVLEVNVTPIYGRGGEEGDSTNPD
LPPRPQANRRESLRQQLQMADRGIATVVRQLIQNQSIVRGLPSPTGIEMNVIPSGRQRARARRQQRQDNNASPSIHVAQN
MGNVASESSNQIQLPHSNGDSAAQMVLAAPQQSSSVEQLSTSSTTAVIVGEPGSSRRSRPLESPPIRRTRRRLQ*     
>Sbic_03g036380                                                                 
MAEEPAVGYDGFEAAGDAGAGGAEDNLSMPLGDFMAFLETEPAPPEEGGEEEEEQEQLQPGVNQGCFEMPANTDGSEDLL
QSHEEMFENADLWSNYSHVDTSECHMELSGGEQMIDHTEASPYEFFSNDLQNQSRTSNLDNEHFPRDASNHANVEEVAGP
PYEDLSNGLYLRQQTLYSGQTQFQVENNTEGMETQMNTYFSGGISTEHSDLMLGSTGQDGDHFTSMGMFSLTHKTDVPDI
SCTEFNMGEGTESIRNGNSSCLTMQEAECGGYPHPDCISVDMVDERSLHDLPHGFSQNNEQYEMEQFPQSICESGSMQMG
SPDQYCDDTSLSDFYMDVSSPESISCEQNQSEDICFKSESSTDSSPIPSSRNSTTEDADKYLGQTSKQLLDSKIVPFSNQ
HTFKNMGYQKPLALHKQYAYRSDNSSIHNSSRGCFNRDGDGASDLCVLEGNRNPAPDHRLPYQGKFHHNFQQHMYSNSMI
PAFGGMRYKPHDERITLRLALQDISQPKSEANPPDGVLAVPLLRHQKIALSWMVQKETSSSHCSGGILADDQGLGKTVSA
ISLILTERSPVPQSSTIKNEPCEAVTLDDDDEDDSVEPHPKKLMQTCSSKVTTNTVKQENPFVAIKTRPAAGTLVVCPTS
VLRQWAGELKNKVTSKANLSFLIYHGSNRTKDPNELTKYDVVLTTYSIVSMEVPKQSNPDSDDEEKGKPDRYGAPVSSSG
SKKRKAPSKKTKCKSAAESCLPEKPLAKVAWFRVILDEAQSIKNYRTQVARACWGLRAKRRWCLSGTPIQNAVEDLYSYF
RFLRYDPYAVYKQFCTMIKIPISRNPTNGYKKLQVVLKTVMLRRTKATMLDGKPIISLPPKTVSLKTVDFTGEERAFYNT
LEVESREQFKEYAAAGTVKQNYVNILLMLLRLRQACDHPHLVRGYNSSSSWMSSLEMAKKLPMERQHELLNCLQSCSALC
ALCNDAPEDPVVTICGHVFCNQCILEQLTGDDSVCPVSNCRVRLNTTSLFSRGTLECSLSRLTCDFKSDDDTCMEMIHAE
KRPGIDSSYASSKVRAALDILLSLPRIDPTQMTDSKCSIGLESEKFDGRGTSEQIDTKLTEKAIVFSQWTRMLDLLEVHL
KASHVTYRRLDGTMSVAARDKAVKDFNTVPEVTVMIMSLKAASLGLNMVAACHVLMLDLWWNPTTEDQAVDRAHRIGQTR
PVTVSRLTIKDTVEDRILALQEKKREMVASAFGEDKSGSRQTRLTVEDLNYLFMV*                        
>Sbic_03g037070                                                                 
MPAQKRRLLPSPSSKPRDDVAATASDAAAGGGVGEGRGGRPPLPSRGATKRRLTDPEPQHGLEDDSDAEDDGGADSDSEF
SQSDGGGTDEFMLVKLAEIRKEVQCPICLGIIRKTRTVMECLHRFCRDCIDKSMRLGNNECPACRTHCASRRSLRDDPKY
DALIAALYPDIDKYEEEELAFNEQERIRNQKIQETIEETFRRQSEAIGKKRSTAKATATAFSRRYRRNMRTRGRGRTVTP
DIAPTGSDEEDREDENANEVTKEPPSANDHSPDLRLKRCRKTSASQASPARNIGSSDHSFEENDELVGGKEFLATSPLRG
EMLAWGKNGTRSQNRHGSAGSNGRIGRSGRIAKLVDHLRNTDEMDKEFQLYLVLLPVDGQTIPSLEKPYLSCQPTLSIQH
LVQLIAVQLSRKVEELEMYIRMDHHHGSAGSMASSTGEFDGLERLREDKLLSDLHPSCNGDLELRYALKTRD*       
>Sbic_03g043120                                                                 
MFHGGRPLSLRGSLKALEADIHHANALAHAIHRAYGGACVQMRLSYSSMAPIILNLIQWMDCSCSLSYTLPSYLGLLEVL



VYKVYVDEDASISTIERRASLKEFYAIIYPFLQQLEGNLMDKDCKDKGWCKESAAGGGRKLVADDDREDECGICLETCTK
MVLPNCNHAMCINCYRDWYTRSQSCPFCRGSLKRVRSRDLWVLTGDDDVIDTVTLEKENVKHFLSFIDSLPLIVPDNMLL
VYYDYLV*MRLLMNIGKNPSLFFRAHAIHRAYGGACVQMRLSYSSMAPIILNLIQWMDCSCSLSYTLPSYLGLLEVLVYK
VYVDEDASISTIERRASLKEFYAIIYPFLQQLEGNLMDKDCKDKGWCKESAAGGGRKLVADDDREDECGICLETCTKMVL
PNCNHAMCINCYRDWYTRSQSCPFCRGSLKRVRSRDLWVLTGDDDVIDTVTLEKENVKHFLSFIDSLPLIVPDNMLLVYY
DYLV*                                                                           
>Sbic_03g043910                                                                 
MNSHGAGRRTPKRRRTTTKSHSQLLDLNCPPAEGAGEGALPFNSMPVLHIQASSSMPVQHIQASSSTPPATDEPRIGMLS
CPIDVEAIDDDVVIYSSSSLPQARQQSTRTAVVIIDDDSETNPEPAGDALHEHVNTLLSLGINRRHEPPRATNARPVISI
VDTPEVNTFKAPPEPVKEVPKEPKFSCPICMNELTEAASTVCGHIFCQKCIKAAIQAQKKCPTCRRRLTPSQQHRVYLPL
TE*                                                                             
>Sbic_04g008310                                                                 
MKCNACWRELEGQAISTTCGHLLCADDAKKILSNDGACPICDQVLSKSHMKPMDINPSDDWTNMAMVGISPQILMKSAYR
SVMFYIGQKELEMQYKMNRIVGQCRQKCELMQAKFTEKLEEVHTAYQKMAKRCQLMEQENENLNRDKQELQEKFAEKSRQ
KRKLDEMYDQLRNEYESLKRSALQPANNYLARPQSDPFAGMPNMMDGGNHLRQGSVDLPKTPGQRDEGWGPPPRQRCSTS
GPFELSTGSPGHAMAPPADIRPRQQTRPVFGATMNNPSSALRNFIISPVKRPQVSRNRQHIFTL*               
>Sbic_04g009270                                                                 
MADGGSGSGEPGAGGGSAPVCSFVRKPPKNMRKRPAAPAGSDDDDDGGGSGALAAARSKKGPPSSAAGKLVFSTADASSE
PRRFQYESSRTIQSTDSRATAVLETETEFDRDSRAIREKQLKQAEEFLKKNPSSGASASASGEVYKGIHGYTDYKAGFRR
EHTVSSEKAGGSHGPLRAAAHIRVSQRFDYQPDICKDYKETGYCGYGDSCKFMHDRGDYKSGWQLEREHEEAQKARKRRI
AMGGGDGSDDEAADEDEDDEEALPFACYICRQPFVDPVVTKCKHYFCEHCALKHHSKNKKCFVCLKPTLGIFNAAQEIRK
KMAQDKKQQE*                                                                     
>Sbic_04g021110                                                                 
MSISPRERTGGHYYPRPHNPSPSTQHGSDRRRHGRRSPPASVSPPGAAAAAGDGGVGSSSHPVVPAIRESINAPEKVVGF
IISGEETITQEVGSIEECHSSEQGNLGFPVDNFGSVGPYPERPKMAGSLEADHLASGSTGHQGNGTQIAARKNQSVNANH
LLNFQYDPISRPQPRGPRTYPPRRQRKIKPYNKDLFLQANYKFVVLDTGNYQIESMDPDKMLQWEDIICVRYYSPSEVQC
PICLESPLCPQITSCGHIYCFPCILHYLTMGKEDYRGECWKKCPLCFMMVSTKDLYTIQITQVQNFCAGDVATFTLLSRS
RNSLTPSIKISSSESSTADEDPYNVFSKFIVTSDVELSVREAKLDLSNWLHMADLGLVDDLEKLPYVSAALEQLEERMKH
WIEYRNYGGSPPSKDSFSPGSSFKSRNSFDVNTSHQISGRKISVSDRDMVSGISELSMSPELSTNSGKGTMSKVNEKCTT
TIDSNEHDPYIFYQVSDGQHLILHPLNMRCLLNHFGGSDMLPPRITAKILELETVTQSEAIRKRYRFLSHFSLTTTFQFC
EIDLSDIVSPSSLAPFLDEIKKREKQRRRTAKKEESERAKAEVAAAVQASAMRFEYANSSQSHNDVMFSLDDFEALGNNA
GPSTSPRVSERKLFSDVTRLGFASAQDSPPLRLGTGDANGQSENSRDQGPLATPALSFASIISSSRAVAAADNSEMQKAN
GTGKKGKKATRVLLSTGGARRY*                                                         
>Sbic_04g021470                                                                 
MGKEREEQVAMVRAVLGDGTPEMDIIRALHMAGDDPTKAINILLDFNHNAAPPLPPTPTPTPSPSPSPPPGKPAKALVDS
NPPPPPPRKAPTRPMPTAEKSKPAAPTTNGGGGEHWWLVGSAEMAGLSTCKGRRIASGDAVTFTFPNAAAAVGKSRPGRA
ALASCSSEIMRFSTSSHGEVGRIPNEWARCLLPLLKENKLKVKGSCKSAPEVLTIMDTVLLSVSIYINSSMFHDQKQSAP
KAARVAPDDSTFHPLPALFKLIGVAPFIKAAFTPEDLYSRKRPIETKSSIGAPATKLTSERLRLSSDGNEDDHGEETVSD
SDLDDIIGISDSSALEERAPPDSLLCDLRSYQKQALHWMLQLEKGSSSQDAATTLHPCWEAYKLEDKRELVLYLNVFSGD
ATTEFPSTLQLSRGGILADAMGLGKTIMTIALLLSDSSKGCITTQNAAQIPREASGLGESHDDVKKLASPFSFSKHKKPK
APLIGGSNLIICPMTLISQWKAEIEAHTKPGTVSIYVHYGQNRPKEASIIGQSDIVLTTYGVVSSEFSMDGSTENGALYS
VHWFRVVLDEAHMIKSSKSLISLAAAALTADRRWCLTGTPIQNNLEDLYSLFRFLKVEPWRNWALWNKLVQKPYEEGDER
GLKLLQSILKPIMLRRTKNSTDKEGRPILNLPPANIEVKYCVLSEAEKDFYEALFRRSKVKFDQFVEQGRVLHNYASILE
LLLRLRQCCDHPFLVMSRGDTQEFADLKKLAKRFLRGGNGAVNGDSSCIPSRAYIEEVVQELQKGEGECPICLEAFEDAV
LTPCAHRLCRECLLSSWRSATAGLCPVCRKSMSKQDLITAPTDNRFQIDVEKNWVESSKISALLQELEVLRSSGAKSIVF
SQWTAFLDLLQIPLSRNNFSFARLDGTLNLQQREKVIKEFSEDKGILVLLMSLKAGGVGINLTAASNAFVMDPWWNPAVE
EQAVMRIHRIGQTKTVSIRRFIVKGTVEERMEAVQARKQRMISGALTDQEVRTARIEELKMLFS*               
>Sbic_04g027250                                                                 
MDQTRTGGAGEQPRGAPGEEPAKRVIGADAPAAAAGESGFDCFDCNICLECATEPVVTLCGHLYCWPCIYEWLRPDAEAD
AMSSARRQCPVCKAAVSPDALGPLYGRGGSSSSAKKPPPRGLASIPCRPALRQSAQDGGGHHHHRHAETDAPARTPRHPA
DAHAHAAQFDALLPTPFGGRGMMRSTAGGMLGGMAVAVLPMVLRGQAQPPAMHYSGTYHLMSPRQRRWHMEVERSLHQIW
FFLFVFVALCLLLF*                                                                 
>Sbic_04g034480                                                                 
MGDSSVAGALVPSVPKPEPARSGDTSVAAAATTAALALALPEEAGTRAASASPQGPPAEDEGPADRDLLCPICMALIKDA
FLTACGHSFCYMCIVTHLSNKSDCPCCGHYLTKAQLYPNFLLDKVLKKISARQIAKTASPIDQFRCALQQGNEMGVKELD
SLMTLIAEKKRQMEQQESETNMQILLVFLHCLRKQKLEELNEIQTDLQYIKEDISAVERHRKELYRTKERYSMKLRMLLD
EPTAQKMWPSPIDKASCRFPPNSRTPLSASCPGTLQNKKLDLKAQVSHQGFQRRDALTSSDPPNPPIQSGNVIARKRRVQ
AQFNELQEYYLQRRRTGAQARRQEERDIVAMNREGYHAGLQDFQSVLTTFTRYSRLRVIAELRHGDLFHSANIVSSIEFD
RDDELFATAGVSKRIKVFEFSTVVNEPSDVHCPVVEMATRSKLSCLSWNKYSKNVIASSDYEGIVTVWDVQTRQSVMEYE
EHEKRAWSVDFSRTDPSMLVSGSDDCKVFGFSRQLTAEMIVVSDGHSAYLNLKPVCQVKVWCTKQEASVINIDMKANICS
VKYNPGSNFYVAVGSADHHIHYFDLRNPSAPVHIFGGHKKAVSYVKFLSNNELASASTDSTLRLWDVKDNCPVRTFRGHK
NEKNFVGLSVNNEYIACGSETNEVFVYHKAISKPAASHRFVSSDLDDADDDPGSYFISAVCWKSDSPTMLTANSQGTIKV



LVLAP*                                                                          
>Sbic_06g003030                                                                 
MLASVAADDDSGWQESPSQAVLFADEIAAVRAVLGGGLSEARVIAALSRCGGNAERAINALLDDAAEVGPAPKRVKAELD
VGGVPTPAPADAKVKVKAESIDGGAVVLTAVKVKAESIDDGDVVGSQESDGSSANATAKVKSEPADSSAKKPDRFVPGAP
VAAASGGAGISLIPRQKKRPREEEEEETIDLTTTHPVPYLNPRPIRALPPVGGDGEVYDPKPIQMVPPLEVRMHDRRPAV
PAPSPVDVEMYEQRSRPPPPRPIRTAAPAPVTDMRMVVAPPEAEFGDFPVERDWMLVGKSYVPGLSTNRGRRRLDAGEIV
HFAFPSYDKIYGGLKMTARKAAALAQIVRFSTKRAGEIGKLSPEWTQCLVPLVNSSKVKIQGKLVFPTVELRLMQEILLY
VSFYIHKSVLAEMNNSPCDMLDHANVDFSPSPLHKLLNLLNLKPSNKDAFSLDDLTTRKLKQILRGDNNSGDDSTPVLGQ
TFLEQGADEQAISEAALNKLVGIAETFDLEEAEPPTTLVSVLKPYQKQALFWMSKLEKGIDANEETKTLNPCWSAYNIAD
RRAPPVYVNLFTGQATTQFPSVTETARGGILADAMGLGKTVMTIALILSNPRGELERDTRYLRDRATRAHSTTSSMRGGT
LIVCPQSLLGQWKDELEAHSAQGALSVFVHYGGDKTSSLMLMAQHDVVLTTYGVLSAACKADYNSIFHRMDWYRIVLDEA
HTIKCPKTKSAQAAYRLNSECRWCLTGTPLQNKLEDLYSLLCFLRCEPWCNAKWWQKLIQKPYENGDDRGLKLVRAILRP
LMLRRTKETKDKIGNPILVLPPAHIEVVECEQSEHERDFYEALFRRSKVQFDKFVAQGSVLNNYANVLELLLRLRQCCDH
PFLVISRADPGKYADLDQVAQQFLEGVQSFSGRQNVVPSRAYVEEVVEEIRQGATTECPICLESASDDPVLTPCAHRMCR
ECLLSSWRTPDGGPCPLCRSHISKSDLIILPAQCRFQVDAKNNWKDSCKVSKLIMMLQSLQKKKEKSIVFSQFTSFFDLL
EIPFNQKGIKFLRFDGKLSQKHKEKILKEFSETQDKLVLMMSLKTGGVGLNLTAASNVFLMDPWWNPAVEEQAIMRIHRI
GQKREVRVKRFIVKDTVEERLQQVQMRKQRMVSGALTDEEIRGARIEHLKMLFK*                         
>Sbic_06g022340                                                                 
MENLRRLLNPLVLNLQKMELELTCPVCLKLLTSPTTLPCYHTSCSKCALTPTSKGYSCAICKSGYCSQDLRPASHLESIV
SIHRSLSSTVCTMIEQQDAQVNIPVAKTASHGTPESGNRSGVMEKYDQMKSYNPVASKLVYDQSTGPAFGNMEGVQAKDP
AVENNAGAAAVAPTAIVQKGHSGSQSSDGPGDLDCDSNDLEGELITSRSLLQTALKRETNVMDDHTRELKRQKSNDQVQR
QTTMASAWKCEFCHSSQVTECTGPLSHYLNGEPIEADQAWKSSVHHVHEKCVEWAPQAFFTGDIANNLEPELARASKIKC
SVCGLKGAALGCLVKSCRNSFHVPCAYNIKGCKWDQENFVMLCSTHSSKKLPCERSKSKKKAKLQQPSSDTDGLNSPSPM
QRDELWTASPFLTSGWVICGSALIGHEKEILDQFECHTGITVTNTWSSDVTHVIANTDERGACARTLKVLMAILAGKWVL
NVNWLKDCIEARKPIPEEPYEISCDVHGSVNGPRSGRLRAMQQAPNLFAGLTFYFSGHFMPGYKANLEDLIAAGGGSILE
KTQLSCASLILYSMEPPQGNSPNTLETINKRIAEAQELAATVGCKAIPHTWLLDSIASCNLSV*                
>Sbic_06g023430                                                                 
MEAGRVDQPCMAATNSQPFVADIEPVKKASGDMPVTTGSGCFDCNICLDFAAEPVVTLCGHLYCWPCIYEWLRPGVESTA
SDNSSSARRQCPVCKATLSTDTLVPLYGRGGDSKKSPNSIAIPRRPMVHRETVEQQNAQSNANDQHYHQSMEDNPQHRPL
PHAQHYPIPTGLDFIYPPAPVGRGLIHSTAGGVLGGMAEVVLPWAFRGQLPASLYYMSPYHVATQNMNPRLRRHQMELER
SLHQIWFFLFVFVVLCLLLF*                                                           
>Sbic_06g026880                                                                 
MPAKKRRFPSPPSKPHGDVAAPSPTSDAAAGGGVGEGRGGRPPLPSRGAARPRLTDPDPDPDPEPQGGLEDDSDAEGDGD
ADDGDSESSQSDDGGTNEFMLVKLAEIRKEVQCPICLGIIRKTRTVMECLHRFCRDCIDKSMRLGNNECPTCRTHCASRR
SLRDDPKYDALIAALYPDIDKYEEEEFAFSEQERIHNKKIQETIEETFRRQSDAIGKKRSMAKATATAFARKYRRTRGRV
RTIAPDIAPTGSADEDREEENSKETTREQCSTDDHSPDLRQKRCRKRSGPQGSPAGTIGSIDHNCEENDELVGGKEILAT
SPLQGEMLAWGKNGTRSQNRHGSVGSNGRIGRSGRIAKLVDHLRTADELDKEFQLYLVLLPVDGQTIPNLEKPYLSCRPT
LSIQHLVQFVALQLSWKVEELEMYIRMDRHRLSVGSEPSSTGEAKPRPFDGLERLREDKLLSELHPSFASGNGNMAPQSA
TFNLTNFLVSVNP*                                                                  
>Sbic_06g029476                                                                 
IPQSFAPSHSSLGDNRIKEEPSMTFSGFQRCTAHGGGMPSSTVPNDDIFVYGGPRPHRIFPPPMPSSVNDTKVENDVEQR
LFGSDERAVYEEALKHITQETKEEDLSKGVMSVKLLKHQKIALAWMLSKENSSHCPGGILADDQGLGKTISTIALILKEM
VKQSRFMTAGSYSTKFAPNSDYDNDDDVVIVMTKKEPKDEPFNELDDSARLHVASNLKDSARLHVASSLKLCDSKSNTAT
DKAEPKKKTRVRYSASNLRSKTRPAAGTLVVCPASVLRQWANELSVKVMEDNKLSVLVYHGSSRTKDPNELATYDVVVTT
YMTVANEVPKENSNDEQKDSELDGIFPEVSIGSKRKRQNKPKKKNKPINLEGGPLARVRWFRVVLDEAQTIKNYRTQVSR
ACCGLRAERRWCLSGTPIQNKIDDLYSYFCFLKYEPYSKFSNFKYMIKHQITRDSGRGYKKLQAILRIILLRRTKETLID
GEPILKLPPKTIQLSKIDFTQEERAFYLALEEGSRQKFKAYDAAGTIRENYANILVLLLRLRQACDHPLLLNGQESDLID
SNSIERAKQLPKETVTNLLEKLERGPAICFLCNDPPEDAVVTTCGHVFCYQCVHESLTSDGHVCPYAHCGKKLSFRSVFT
PAVLKLCTSPKLEFHEKTSCSTAADKPSSICESSYISSKIRAAVEILNSIIKTPALTVGDTTESIPSMALPVKAIVFSQW
TGMLDLLQLSLNRNDIQFRRLDGSMCLNLRERQVNEFKTDPKVRVMLMSLKAGNLGLNMVDACHVIMLDPWWNPYAEDQA
VDRAHRIGQTRPVTVSRFTVKDTVEDRILALQEKKRKMVESAFGEDGSRGTATKLTVEDLRYLF                
>Sbic_07g004210                                                                 
MAGDEAAEGSGRMHMDLNLHVGLPPLPQPRVQLDTSTASSSTLMPPNLTGATPEAPTTGEPEESLAPAATTFSPSNTTLF
ALEEHPMLDPIVYSWLDGNSASGEEYTDAPEPSAPAPVDGLLVARSVRPSRVAAATGMEMVNTSTLGQQSTQGAAATTIE
LRFLRMIQISQQHNIVRPGSANLTQSSFEAARGPNPDGGDNSSFECTICLELARQPVVTSCGHLFCWPCLYQWLHAQSSS
FECPVCKGEVLTGDITPIYGRGGEEEGVSTATTNPNLPPRPQAHRRESLRQQLQMAGRDGNTREMVRVLRQLIQDENQGW
DAIPARVETTWVPAARQRAGARRQQRQDRNAAPAQVVLAAPQQPSSMEQLLTSSTAAAIVAGEPGPSSRSRRPSESPTIR
RTRRRPQ*                                                                        
>Sbic_07g004220                                                                 
MAGKEATEGSRRTTLMMPNLTDATLEASRIGKLKESLASEVVGESEKDGSCGCNSSFMCNICLDVAKEPVVTPCGHLFCW
PCLYQWLHAHSSYNECPVCKGEVLEGDITPIYGRGSEGESTTNPNFPPRPRANRRDNQRQQLQTEGIARDTSEIESVIVQ
LIQNQHIVRGLPTPARTTPTTVAEPGSSRQSRPSESPTIRRTRRRPQ*                                



>Sbic_07g005030                                                                 
MIENGGIIDLSSDSDDDSIFGDDHQPASAITRFDQNAEGRIINFEDEDWQRSAPGPSSARPVENNNGQYRILPASLTNGR
NAETTRYTFGSGDRIHPHPMRQGLSTSSRIDSSSTADANDNNKRVLPPSFSNGNTSKSMHLIAASETRKLPPHFSTKRSP
NVGENRMGTNIANGNLQPSSSIIARGSSSTLNTQKVDGDDDVIVYGSSTSTSHRVLPPMVGATSSNNSEVANGFETRSRL
NPENRALDYDERAVYQEALQNISREKREDDLPEGVLAVPLLKHQKMALAWMVSKENSSHCAGGILADDQGLGKTVSTIAL
IQKQRNEQSKFMSVDSDRLKSEALNLDEDDEGEQTVSNEPNKDQGASSSSTAAGTSAELCVNQPNSILNKMVETKAERKK
KAKASTSSASTSRSMTRPAAGTLVVCPASVLKQWANELTDKVSESAKLSVLVYHGGARTKDPSELAKYDVVVTTYTIVAN
EVPKQMADDDADQKNSEEPSAGNKRKPPANMQNKAKKKKKKLKGSNFDLDSGPIARVRWFRVVLDEAQTIKNFRTVVARA
CCGLRAKRRWCLSGTPIQNAIDELYSYFRFLKYDPYSTYNSFCSMIKHPIARDAIHGYKKLQAVLRVVLLRRTKETLING
KPIINLPPKTINLKKVDFTQEERSFYLTLEERSRQRFKAFAAAGTLKQNYANILLMLLRLRQACDHPILVKGNQSEYGGD
GSIEMAKKLPKEVVIDLLAKLEVGSACSLCDDTPEDAIVTICGHVFCYQCIHERITTDETMCPAPNCSRTLGFELLFSSG
ALKISSLANPVLQELVHLQITSHLQSVKSALSHPRYKQPLIY*                                     
>Sbic_08g021700                                                                 
MPQVESAVASEGPAPPQDAWVVEFRRLLPRWESLRDSSKVIIPISISRVNQFDAARLDVEMSAMLKEQLLKVFSLVKPGL
LFQYEPELDAFLEFLIWRFSIWVDKPTPGNALMNLRYRDEWAAPITGKEVRTGLEGPGLSVSQKIFYCISFVGGQYIWSR
LQSFSAFRRWGDSEQRPLAHRAWGLVQNAEVLYRAASLFNLLLFLHGGRYKTIVERILKARLVYGSPNMNRAVSFEYMNR
QLVWNEFSEMLLLLLPLLNSSSVKKFLLPFSKDKSAGSSGDEADCPICRSSPSIPFIALPCQHRYCYYCLRTRCSATSSY
RCPRCNEVVVAIQRQGSS*                                                             
>Sbic_08g022940                                                                 
MAANVGESTSGSSSGADAGGSFECNICFELPQEPIVTLCGHLFCWPCLYKWLRIHSHSPECPVCKAIVEEDKLVPLYGRG
KDRVDPRSKNVPGAADIPNRPAGQRPATAPQVDPNTHFPNANPNPWFMGGGIPLANARWGNYTFSAAFGGLFPLLSFQVH
GFPDATAYGQPAGFPYGYGHGHGHAFHGGHAGGHAHAAAAPRHGQQQQQADVYLKALLILVGFLVIASLITF*       
>Sbic_09g000320                                                                 
MPDLPCDGDGVCMVCRAASPPEVDLLRCSTCATPWHSPCLSKPPALADAASWSCPDCSPDPAAAAAPSGPANTLVAAIRA
IEADTTLSDHEKARRRQALLAGDAHDDDDDDDAAADDALEIVGKNFSCVFCMKLPDRPVTTPCGHNFCLKCFQKWIQNRK
RTCAKCRAQIPAKMAEQPRINSALVEVIRMAKISKNPNSAGSAVPYHYIRNDDRPDKAFTTDRAKKSGKANASSGQIFVT
IAPDHFGPILAENDPRRSIGVRVGETWEDRLECRQWGAHFPHVAGIAGQSTYGAQSVALSGGYEDDEDHGEWFLYTGSGG
RDLSGNKRTNKEQSSDQKFEKLNAALRISCLKGYPVRVVRSHKEKRSSYAPESGVRYDGVYRIEKCWRKIGIQGKFKVCR
YLFVRCDNEPAPWTSDDHGDRPRPLPKIKELQGATDITERKGRPSWDYDEKDGWKWMVPPPVSKKPVLSGDPETDKQIRR
STKRAHLSVAERLLKEFGCSICRAVIKEPLTTPCAHNFCKTCLLGKYDSQSSMRERSRGGRTLRAQKIVKTCPSCPTDIC
DFLENPQINREMMELIETLQRKAVEEGKVASDDAEECGDGDSEENDGALVKGEEDDSGLNEEEQDSADADANADGSVKIV
VEIKEGGKDDKKSEMGATEVVDVLVDEDAAKQTKKRKVDEDAVKQTKKRKGDAETGTNGAKRMKSSAAVEEVAVCGTPVK
RTRKSGDMDAEGNGSPAVSSGRRVTRSSSVNATGADDSPARRTRSRAGADAGC*                          
>Sbic_09g023070                                                                 
MAADDAARSSRRMDLNLYLGLPRAPRARRPDLGSDLALGTPMLSSSSPSSSAASADAPPLETDPLHPPYSPTRADLVRPP
TPAHEPYNPFAPEAHPPYVPPPPLPVPGALPVLADELEFGFPDAHLGVVERLDRPSSSTASSPFRPDRAERYRRFMSLGG
SRYFRPRRFRSDLPPLSSEAPSLENDAAAQPPEREEPVHDTVEENKVVTDGAVVGVSEDDGTEHGKSAAMFECNICFEMA
EEPVVTSCGHLFCWPCLYQWLHVHSSHKECPVCKGEVTEGNITPIYGRGNSGSDTEKKVAEDGNASGPKIPPRPHGNRLE
SFRQQFHHLRPISRRFGDTHGLLSTWRRIFDQHLVNSMSRLEAPPEPSVSETAQHASRLGRMTTRLRARRLQREAENPTS
VVSSAPDSGQPGNNTSDLPRRSSSPFHAEGMDLLRHIAFAGLEDSERFATAVSELRRIARPSPYGASTSSNPPNPEPVDG
THIASALAADQASNSSTMAVIQEDAAFTESAGEPSNAGSSRSLRRRRGSDALGSLDVDGGDLHQNKRRRLN*        
>Sbic_09g024430                                                                 
MPAQKRPLPSSVSPGPDAHVEEAPGADADGCGGGDRRSPKLTLNGVEERDGGPRQAKDRRHDSDADDEEEEGDREGGGGG
SGSGSGSGGDDDCDSQSSQSDGVMDEFTLVKLVDVRKEVQCPICLGIIRKTRTVMECLHRFCRDCIDKSMRLGNNECPAC
RTHCASRRSLRDDPNYDALILALYPDIDKYEEEELAFSEEERTRNKRIQESIAETFRRQTEALVKKRSTVKGTDAASTRK
TRRNMRPRRRGRISSPDIAPTDFDDEDREENGDVGSKDSSSVDDHSPDVRPKRARRWPMPRRSPAKTIGNTDNSIEDNDD
SGGARDFVTASPLRGEMLAWGKNGTRSQTRHGNTSGSSGRMGKGGRVAKLVDQLRNADDFDSKLNLYLVLLPLDGQSVPK
LEKPYLSCLPTLSVQHLCQVYGITSSLVKMYGVEQRQTSNLKQAEQSYV*                              
>Sbic_09g025150                                                                 
MADVGSLERMGRELKCPICLSLFTSAVSITCNHIFCNACLTESMKSASCCPVCKVPFHRREIRPAPHMDNLVSVFKSMEA
AAGTSIVSTQLTPAPKVAECGGNSAGKPKRSNKKKPASRNKKNTPKATKTSASCSTAKPSISKNKRIHVTPFPESETPIR
PKKVMKSDEQKSKQNGDVNEEDKDKTLNSDIPESPSLSPFFWLREEEENEGGTAETLSEPPSLDTPLRHNAPTFSDIKDS
DDERSNDMTPNSKAEVSEIFDSEIFEWSQRPCSPELRSTPLKSQGKLKNILDQITEVDDDEDMNLGGSFDKLDLESNVAQ
PLNAEEVKKKKLARPRKRKNSKLPSCGKLCTRGSDAEHQVANIPESIVAKPWQKDNSKKERNTSNGGNMVSGSNTRAVFS
SDKSMNTFSPQAGGLGNEVPENQLSERIPKKGTNSRRKLEIAGDSAVKTAENKSEQRGKRIRRISDGAVAEKIRILSEAE
NEIELFQLHSLTKGCTQHKPLDGRSKKNIVSNISPNTPSILPGRDQFNIGPNTPSILPGRCPLNEAIRTVPSVRNVSVKN
GSAKSIEQQDYSGTIRSCTARNAVLKKCEGKASKLSCAFCQSDEITEGSGEMVHYHNGKQVPAAFDGGASVVHCHKNCLE
WAPDVYFEDDSVFNLTNELARSKRIKCACCGIKGAALGCFETSCRKSFHFTCAKLIPECRWDNENFVMLCPLHQSSKLPR
ETSGLKKKSHRKLAPKGPSQVNTSQCHGNKWTWPSGSPEKWVLCCSALSAAEKGIVSEFGKLAGVPISTSWSPNVTHVIA
STDMSGACKRTLKFLMAILNGKWVISIDWVKTCMELMEPVDELKFEVSTDVHGTAEGPRLGRQRVINKQPKLFDGFQFYL
HGDYSKSYRGYLQDLVVAAGGTVLQRKPVSRNQQKLLDDSSFILIVYSIENQDKAKPGSRAGINTNHSQVDAQALACASG
GKVVSSAWIIDSIAACKVQPFKGAFHAALHVCLHAR*                                           



>Sbic_10g028660                                                                 
MSQNQQLLQQIIERDDHNTKLFMEGVKAKQSHDALHLEMCSLQRNLQHASTLMDLCNQKIIRLEDQLRGWSERLRRLSED
GMQQSMSLGNSQRKLAGMHGEAPKLRQSMDVLQAKVGSNRLEVAELLIELEKERFSKKRIEDDLDLMSSKANSLREKTDN
SAVLQKLLHEAKEYRGILKCGICHDRQKEVVIAKCYHLFCNQCIQKSLGSRQKRCPSCGLSFGVNDVKPIYI*       
>Osat_LOC_Os01g15630                                                            
MGANCCIAAKERPQPCVTPIEVSAFRNVRHSPSWSFRWDNRTHIEDIMEMPALFSNHSSGSIRPETKSGSIAPTDGFSNG
GSPSDMFNKLKCHKSDRKRESSKIARSDLRAGRSTTSNSSPEAKLSRKSLDTVSVASDSKMSISVPSTPPAISRADPSSS
SRGHSLPTDADSMRKARRSPGYQLYRQVSDSKIPSLRSLNEGASPEGRPSSSMLSVCSNDLSAVGSHGESSDGWSMRTFS
EMVASSQRERWSVDSELLGSVSSKMTRSNASNNPTTHSPDQEVCKLCLKLLKERSTWNAQELAVVAVLLCGHVYHADCLD
SLTAEADKYDPPCPVCTHGEKCTVKLFGKLESKTKNKIPKNVIVDVNLDGSSKHQKESRREPRLGTSSSLKGSFSRPFLR
RHFSIGSRPSQSISESESARKKGFWARHWRE*MGANCCIAAKERPQPCVTPIEVSAFRNVRHSPSWSFRWDNRTHIEDIM
EMPALFSNHSSGSIRPETKSGSIAPTDGFSNGGSPSDMFNKLKCHKSDRKRESSKIARSDLRGRSTTSNSSPEAKLSRKS
LDTVSVASDSKMSISVPSTPPAISRADPSSSSRGHSLPTDADSMRKARRSPGYQLYRQVSDSKIPSLRSLNEGASPEGRP
SSSMLSVCSNDLSAVGSHGESSDGWSMRTFSEMVASSQRERWSVDSELLGSVSSKMTRSNASNNPTTHSPDQEVCKLCLK
LLKERSTWNAQELAVVAVLLCGHVYHADCLDSLTAEADKYDPPCPVCTHGEKCTVKLFGKLESKTKNKIPKNVIVDVNLD
GSSKHQKESRREPRLGTSSSLKGSFSRPFLRRHFSIGSRPSQSISESESARKKGFWARHWRE*                 
>Osat_LOC_Os01g56070                                                            
MENRVGESSATAVDGGGGAKDSGSFECNICLELAQDPVVTLCGHLFCWPCLYEWLHVHAHSRECPVCKAGLEEEKLVPLY
GRGKASTDPRSRSVAGVQIPSRPAGQRPATASQPDHHHDHLPHHDPWFMGGAGAPVAGGRWGNYTFSAAIGGLFPLLSFQ
VHGFPQAAAYGPAAGFPYGYGHSFHGWHGHGFPHQAPQGQHVDVFLKVLLVLVGVLVIASLIVF*               
>Osat_LOC_Os01g57110                                                            
MEEAAAAAADFDGGFGGAGEDNLSMPLGDFMAFLDNEDWKEQQHEGNQGLEMPVDSTSSENAFQNHEEIFENKENWSNYS
HTDPSHSQMDVMVELNNGGESFDHSEDTSYRLLSNDFLENSRNGNPEMHLPMDALNHAKTVDEEIVPPYEDYTNGLYYDS
GCDMFAEQSGLSEVKCEGTGPMLGNSEQEGNHFTSVPMFDHSAVIPDIPYTELNIGDVPGSMQNGNGSCLTVQGEYLQGE
YQEYPQPDYGSFDMANEIVLHDLPQNNQSYELEQLPQNICESSSMQVGSPDQYCDDTSLSDYYMDDVSSIESMSSEQNRS
EDICFRSESSTDSSPVPSSRNSTTEDADKYFGDAPKHLQNSMFPVSTQHQHSFMNSSDPMHPTFHKKYDIPRNGSSSILG
NSSRNCFSLDSNRDSDLCILEGSRSLASGHVLPPQGLQHNFQQSVCANPNLPRFGGRYRPHEERMTLRLALQDISQPKSE
ANPPDGVLAVPLLRHQKIALSWMVQKERNGSSCSGGILADDQGLGKTVSTISLILTERSPVPSSAVKQEPCEAVTLDDDD
EDDDAEPHLKKPALAHLADTCKPEATSSTIKTENPIANVKARPAAGTLVVCPTSVLRQWADELRNKVTSKANLTFLVYHG
SNRTKDPNDLTKYDVVLTTYSIVSMEVPKQSSPDSDDEEKGKPDRYGAPVGSSGSKKRKTSSSKKNKSGSTPESKLPEKP
LAKVAWFRVILDEAQSIKNYRTQVARACWGLRAKRRWCLSGTPIQNAVEDLYSYFRFLRYDPYAEYKKFCFMIKTPISRN
PITGYKKLQVVLKTVMLRRTKATMLDGKPIISLPPKTVSLKTVDFTSEERAFYNTLEAESREQFKEYAAAGTVKQNYVNI
LLMLLRLRQACDHPHLVRGHESTSSWMSSLEMAKKLPVERQQSLLVCLQSCSAICALCNDAPEDAVVTICGHVFCNQCIL
EQLTGDDSVCPVSNCRVRLNSTSLFSRGTLECALSRSTCEFLSDDSCEDMVQGKQPRFDSSYASSKVRAALDILLSLPKL
DLTHMSDDKNKIVHPDKINGNSTPSEYAGTKITEKAIVFSQWTRMLDLVEVHLKSSHLSYRRLDGTMSVAARDRAVKDFN
TNPEVSVMIMSLKAASLGLNMVAACHVLLLDLWWNPTTEDQAVDRAHRIGQTRPVTVSRLTIKDTVEDRILALQEKKREM
VASAFGEDKSGAHQTRLTVEDLNYLFMV*MEEAAAAAADFDGGFGGAGEDNLSMPLGDFMAFLDNEDWKEQQHEGNQGLE
MPVDSTSSENAFQNHEDPSHSQMDVMVELNNGGESFDHSEDTSYRLLSNDFLENSRNGNPEMHLPMDALNHAKTVDEEIV
PPYEDYTNGLYYDSGCDMFAEQSGLSEVKCEGTGPMLGNSEQEGNHFTSVPMFDHSAVIPDIPYTELNIGDVPGSMQNGN
GSCLTVQGEYLQGEYQEYPQPDYGSFDMANEIVLHDLPQNNQSYELEQLPQNICESSSMQVGSPDQYCDDTSLSDYYMDD
VSSIESMSSEQNRSEDICFRSESSTDSSPVPSSRNSTTEDADKYFGDAPKHLQNSMFPVSTQHQHSFMNSSDPMHPTFHK
KYDIPRNGSSSILGNSSRNCFSLDSNRDSDLCILEGSRSLASGHVLPPQGLQHNFQQSVCANPNLPRFGGRYRPHEERMT
LRLALQDISQPKSEANPPDGVLAVPLLRHQKIALSWMVQKERNGSSCSGGILADDQGLGKTVSTISLILTERSPVPSSAV
KQEPCEAVTLDDDDEDDDAEPHLKKPALAHLADTCKPEATSSTIKTENPIANVKARPAAGTLVVCPTSVLRQWADELRNK
VTSKANLTFLVYHGSNRTKDPNDLTKYDVVLTTYSIVSMEVPKQSSPDSDDEEKGKPDRYGAPVGSSGSKKRKTSSSKKN
KSGSTPESKLPEKPLAKVAWFRVILDEAQSIKNYRTQVARACWGLRAKRRWCLSGTPIQNAVEDLYSYFRFLRYDPYAEY
KKFCFMIKTPISRNPITGYKKLQVVLKTVMLRRTKATMLDGKPIISLPPKTVSLKTVDFTSEERAFYNTLEAESREQFKE
YAAAGTVKQNYVNILLMLLRLRQACDHPHLVRGHESTSSWMSSLEMAKKLPVERQQSLLVCLQSCSAICALCNDAPEDAV
VTICGHVFCNQCILEQLTGDDSVCPVSNCRVRLNSTSLFSRGTLECALSRSTCEFLSDDSCEDMVQGKQPRFDSSYASSK
VRAALDILLSLPKLDLTHMSDDKNKIVHPDKINGNSTPSEYAGTKITEKAIVFSQWTRMLDLVEVHLKSSHLSYRRLDGT
MSVAARDRAVKDFNTNPEVSVMIMSLKAASLGLNMVAACHVLLLDLWWNPTTEDQAVDRAHRIGQTRPVTVSRLTIKDTV
EDRILALQEKKREMVASAFGEDKSGAHQTRLTVEDLNYLFMV*                                     
>Osat_LOC_Os01g58400                                                            
MPAQKRRLSSSPSSRPRDHVETNGMTGASKAAAGSGGGGGGGSGGGVPLPPRGGSAAAAAAKRAADPQPQREGDSDAEFG
GGVDGDSESSQSDGDMDELKLIWTYFSCRFIIVKLAEIRKEVQCPICLGIIRKTRTVMECLHRFCRDCIDKSMRLGNNEC
PACRTHCASRRSLRDDPNYDALIAALYPDIDKYEEEELAFSEEERSRNKKIQATIEETIRRQSEAVGKKRSTAKATATVF
ARKYRRNMRTRGRGKTIAPDIAPTGSDNEDREEGNAIDTTKESSSADDRSSDLMPKRGRKRPASRASPARTIGSSDHVFE
ENDELIGGKESFTTSPLRGEMLAWGKNGTRSQTRHGSVGGSNGRMAKGGRVAKLVDHLRTTDDMDKEFNLYLVLLPLDEQ
SMPNLDKPYISCRPTLSIRHLVQFIALQLSRQVEELDIFMRIDHCNGSVTTQDCTTGVAKMRLSDGLERIREDKLLSELH
PSFTSHHGDLELLYALKTQG*MPAQKRRLSSSPSSRPRDHVETNGMTGASKAAAGSGGGGGGGSGGGVPLPPRGGSAAAA
AAKRAADPQPQREGDSDAEFGGGVDGDSESSQSDGDMDEFIIVKLAEIRKEVQCPICLGIIRKTRTVMECLHRFCRDCID
KSMRLGNNECPACRTHCASRRSLRDDPNYDALIAALYPDIDKYEEEELAFSEEERSRNKKIQATIEETIRRQSEAVGKKR



STAKATATVFARKYRRNMRTRGRGKTIAPDIAPTGSDNEDREEGNAIDTTKESSSADDRSSDLMPKRGRKRPASRASPAR
TIGSSDHVFEENDELIGGKESFTTSPLRGEMLAWGKNGTRSQTRHGSVGGSNGRMAKGGRVAKLVDHLRTTDDMDKEFNL
YLVLLPLDEQSMPNLDKPYISCRPTLSIRHLVQFIALQLSRQVEELDIFMRIDHCNGSVTTQDCTTGVAKMRLSDGLERI
REDKLLSELHPSFTSHHGDLELLYALKTQG*                                                 
>Osat_LOC_Os01g61420                                                            
MDADEAAGSSRRMDLNLYLGLPRAPRPRRSDLGSDLALSTPMPSSPSSSAASVDAPPPPPELSHPPYSPSHADLSPPLQE
VYSLYNPDDPPASETHLPPYAPPPAPVVSELPDDLEFGLHPPPPLVRASELLGWEDRPSSSTASSSFLPDTAARYWRLLE
QTGSRWLRARRFRSDLPPLSSEAYPAGRDAAAVPVLQHEPMNDTVEHNKVAADGAEVGASEESEEQGRSAATFECNICFD
MASEPVVTSCGHLFCWPCLYQWLNVYSNHKECPVCKGEVTEANITPIYGRGNSCLDAEKAVEGGKQTGPTIPPRPHGNRL
ESFRQQFHHLRPISRRLGEAHGLLSSWRRLLDQQIMNTASRFEGPPESAVQEMVDTAHAQHTSRLSRLASRMRARRLLRE
ADNPNPPDGGSTSPDSGLIRNNASDPSRNGPSSLLPDGIDWLRGLTLLGYEDTERFASAMSDFRRITGPSQYGASASSSN
PPNLESTFDRTHVVAAPSADQASNSSTAAVIQGDAGISESAGEPSNAGSSRSLRRRGRSSALGSLDADGGGLQRNKRRRI
N*                                                                              
>Osat_LOC_Os01g67850                                                            
MFHGGRPLSLRGSLKALEADIHHANTLAHAIHRAYGGACVQMRLSYSSMAPIILNLIQWMDCSCSLSYTLPSYLGLLEVL
VYKVYVDEDASISTNIERRASLKEFYAVIYPFLQQLEGNLMEKDCNEKGWCKEAASGGGGRKLYADDKDDEREDECGICL
ETCTKMVLPNCNHAMCINCYRDWYTRSQSCPFCRGSLKRVRSRDLWVLTGDDDVIDTVTLEKENVRHFHSFIDSLPLIVP
DNLLLVYYDYLV*                                                                   
>Osat_LOC_Os02g13810                                                            
MKCNACWRELEGQAVSTTCGHLLCTEDAKKILSNDAACPICDQVLSKSHMRPVDTNPNDDWTNMSMAGVSPQILMKSAYR
SVMFYIGQKELEMQYKMNRIVGQCRQKCELMQAKFTEKLEEVHTAYQKMAKKCQLMEQEVENLSRDKQELQEKFAEKSRQ
KRKLDEMYDQLRSEYESAKRSAIQPANNYFPRAQPDLFSGVPNIMDSSDPLRQGLAGLPETPGRRDEGWAPPPRQRRSTS
GPFELSAGSPAHNAAPPVDIRPRQPARPVFGTAMNNTSAALRNMIISPVKRPQLSRNRPHMFT*MKSAYRSVMFYIGQKE
LEMQYKMNRIVGQCRQKCELMQAKFTEKLEEVHTAYQKMAKKCQLMEQEVENLSRDKQELQEKFAEKSRQKRKLDEMYDQ
LRSEYESAKRSAIQPANNYFPRAQPDLFSGVPNIMDSSDPLRQGRRDEGWAPPPRQRRSTSGPFELSAGSPAHNAAPPVD
IRPRQPARPVFGTAMNNTSAALRNMIISPVKRPQLSRNRPHMFTL*                                  
>Osat_LOC_Os02g19804                                                            
MADGGGGGEAGSGGSAPVCSFVRKPPKNIRKRPTAPAGSDDDDEDGSGAIAAARAKKAPSSTSKLFFSSADGSSEPRRFQ
YESSRTIQASTDSRATATLETETEFDRDARAIRERQLKQAEESLKKNPSAPASSSGSGSGEVYKGIHGYTDYKAGFRREH
TVSSEKAGGSHGPLRASAHIRLSARFDYQPDICKDYKETGYCGYGDSCKFMHDRGDYKSGWQIEKEWEEAEKARKRRIAM
GGDGSDYEAGEEDDDDDEEALPFACYICREPFVDPVVTKCKHYFCEHCALKHHSKNKKCFVCNKPTLGIFNAAQEIRKKM
AQDKKQ*                                                                         
>Osat_LOC_Os02g31150                                                            
MSISPSESTRGSQPLAPRPSNPSPGPRHGNSSAPPRRRGRRSPTAPVSPPSAAGGSGGPSSVSVVPAIREYVDTSQKVVG
FRISREENDDSYTQEVGNFSECHSSEHGNSGFSANNGTSGQATPQRPELMESLKIDLSTTNSSGNGTQVTARKNQSVNAN
YLLNFHYDPISRPQPRGPRTYPTRRQRKIRPYNKDLFLQANFKFVVLDTGSYEIELMDPDKMLQWEDIVCVRYYSPCEVQ
CPICLESPLCPQITSCGHIYCFPCILRYLLMGKEDYKGESWKKCPLCFMMISTKELYTIYITQVQHFHVGDNVTFTLLSR
SKNSLTPSIKNLTDESTIDEDPCSAFSKFILTSDVELSVREAKTDLVNWLHMADLGLVDDLEKLPYVSTALEQLEERMKY
WSEYRNFSVSPPLKDSFSPVTSSKSRNPNNAQSSRQNSEHKLSPLSDEDMIAGVSELCISPESNKIFNKGMPSKTEERCM
APIDSNENDTYNFYQVSDGQHLILHPLNMKCLINHYGSSDMLPPRIHGKILELETVTQSEATRKRYRYLSHFSLTTTFQF
CEIDLGDMLPPSSLAPFMDEIKKREKQRKRTAKKEESDRVKAEVAAAAQASAMLFEHTSFSPSSGPHGDFMFSLDDFEAL
GNNAGPSTSPPASERKLFSDVARLGFASAQDSPPLRVESGDLTGKSESTGEQGPAATPALSFASIISSTRASDNSLDTHK
PNVVGKKGKKPTKVLLSTGGGRRY*                                                       
>Osat_LOC_Os02g32570                                                            
MRFSTPRHGEVGRIPNEWARCLLPLLKEGKIKIDGVCKSAPEVLSIMDTVLLSVSVYINSSMFHGQKQSTPKAARAATED
STFHPLPALFKLTGLSPFKKAAFTPEDLYSRKRPLETKSSAPATKLTTEKLRLSSDGNEDDHAERIVSDSELDDIIGISD
SSALEERDPPDALQCDLRPYQKQAFYWMMQLEKGSSSQDAATTLHPCWEAYKLEDKRELVLYLNVFSGDATTEFPSTLQL
ARGGILADAMGLGKTIMTIALLLADSSKGCITTQHSTHICEEASGLGELPVQPHDDVKKLAIPFSFSKLRKPKTPLIAGG
NLIVCPMTLLGQWKAEIEAHATPGSVSIYVHYGQNRPKEANLIGQSDIVLTTYGVLSSEFSNENSTESGGLYSIHWFRVV
LDEAHMIKSPKSLISLAAAALTADRRWCLTGTPIQNNLEDIYSLFRFLRVEPWRNWSLWHKLVQKPYEEGDERGLKLVQS
ILKPIMLRRNKNSTDKEGRPILILPPANIEVKYCDLSETEKDFYDALFRRSKVKFDQFVEQGRVLHNYASILELLLRLRQ
CCDHPFLVLSRGDTQEFADLNKLAKRFLHGGNGAVNGDSSLPSRAYIEEVVQELQKGEGECPICLEAFEDAVLTPCAHRL
CRECLLSSWRSASAGLCPVCRKSMSKQDLITAPTDNRFQIDVEKNWVESSKISFLLQELEVLRTSGAKSIIFSQWTAFLD
LLQIPLSRHNFSFARLDGTLNLQQREKVIKEFSEDKSILVLLMSLKAGGVGINLTAASNAFVMDPWWNPAVEEQAIMRIH
RIGQTKSVSIKRFIVKGTVEERMEAVQARKQRMISGALTDQEVRSARIEELKMLFS*                       
>Osat_LOC_Os02g40810                                                            
MASEDGCGGGNPPGDAAAAPPVWNAAPAAGAGCGDLEEDLRFQCCVCLELLYKPVVIACGHMSCFWCVHNAMHIIRESHC
AVCRQPYKHFPSICQLLHHLLIKLEPVEYKRREKEVLEDEKRVDTYSPQIIEFLNSKSNNCEIDGENRPEESNSRPPQEV
TSDGNTINGHPKKVKLEDVSCALCKELLYQPAVLNCGHVYCMSCLSSLDDGALKCQVCGGLHPGDFPNVCLDLDHFIEDY
FPAEYDLRREKIKLLKGECNQGSSSGTSCIKEGRGRPTNKENRAHQDDDLSDVHIGVGCDSCGMYPIRGKRYKCKDCTEL
IGFDLCEECYNTKSKLPGRFNQHHTPDHRMELDHSALFNRLMRLQGIHEEGPGEIIIEGAFVAPDAVVHIIADDHEEIED
NGEDDHLL*                                                                       



>Osat_LOC_Os02g42690                                                            
MDQLCTSGGSDSDKSLAAGDEPAVRVRGEVEAEAAAAAAAAEAQGGGCFDCNICLDFATEPVVTLCGHLYCWPCIYEWLH
PGGDDDGSNGDASSTRRRPCPVCKAAVSPDTLVPLYGRGRGGSSKRARSGSAIPRRPIVHREPVERQSDRLGDDDGGHRH
GSTGSSPPVRSPWHANHHAAAASTPAPAPARLFDVVYPPPPAAVGGVGMFHSTTTTTGGMLGGMALAVLPWVSRGQSPAT
AAASAYYTSPYHMSPRLRRQHMEVERSLHQIWFFLVVFAVLCLLLF*                                 
>Osat_LOC_Os02g53140                                                            
MGDSTVAGALVPSVPKQEQAPSGDASTAALAVAGEGEEDAGARASAGGNGEAAADRDLLCPICMAVIKDAFLTACGHSFC
YMCIVTHLSHKSDCPCCGNYLTKAQLYPNFLLDKVLKKMSARQIAKTASPIDQFRYALQQGNDMAVKELDSLMTLIAEKK
RHMEQQESETNMQILLVFLHCLRKQKLEELNEIQTDLQYIKEDISAVERHRLELYRTKERYSMKLRMLLDEPAASKMWPS
PMDKPSGLFPPNSRGPLSTSNPGGLQNKKLDLKGQISHQGFQRRDVLTCSDPPSAPIQSGNVIARKRRVQAQFNELQEYY
LQRRRTGAQSRRLEERDIVTINKEGYHAGLEDFQSVLTTFTRYSRLRVIAELRHGDLFHSANIVSSIEFDRDDELFATAG
VSKRIKVFEFSTVVNEPSDVHCPVVEMATRSKLSCLSWNKYSKNVIASSDYEGIVTVWDVQTRQSVMEYEEHEKRAWSVD
FSRTEPSMLVSGSDDCKVKVWCTKQEASAINIDMKANICSVKYNPGSSHYVAVGSADHHIHYFDLRNPSAPVHVFGGHKK
AVSYVKFLSTNELASASTDSTLRLWDVKENCPVRTFRGHKNEKNFVGLSVNNEYIACGSETNEVFVYHKAISKPAANHRF
VSSDLDDADDDPGSYFISAVCWKSDSPTMLTANSQGTIKVLVLAP*                                  
>Osat_LOC_Os03g17170                                                            
MPQRHSKNNNDLAFFTYEEKRKLGYGTQRERLGKDSIKPFDACCLCLKPLIHPLCCPKGHTFCKECILECLLAQKKDIKR
KLAAHEAQKKLEKEEEDEKRMLQKSKELDAFDQQNHGAVPQYHDRSGSEDKNGFHGANSVKVTSFEEEALRNMKAFWLPS
ATPEATAKVEAPSTDTICPEGQEKLKLKSLFPISFTEENTDQKNKKSVEKSYMCPSCKSTLTNTMSLVTISTCGHVFCKK
CSDKFLVTDKVCLVCNKPCKERNFVPLEKGGTGFAAHDERLEARDFKHLGSGSGLGLVKPAPKNY*              
>Osat_LOC_Os03g44810                                                            
MKFGAIYEEYLREQQDKYLTKCSHVEYKRLKKVLKKCRVGRSLQEDCPNGDQQEGNNESPDICKCNSCTLCDQMFFTELT
KEASEIAGCFSSRVQRLLNLHVPSGFLRYIWRVRQCFIDDQQIMVQEGRMLLNYVTMNAIAIRKILKKYDKIHGSVSGRD
FKSKMQTDHIELLQSPWLIELGAFHLNCNSSDIDETVGFLKNEFFKNFSCDLTEARPLMTMAISETMKYEYSLTCPICLD
TLFNPYALSCGHLFCKGCACGAASVYIFQGVKSAPPEAKCPVCRSDGVFAHAVHMTELDLLIKTRSKDYWRQRLREERNE
MVKQSKEYWDSQAMLSMGI*                                                            
>Osat_LOC_Os03g47500                                                            
MAANVGESTSSGTNGDAAGGSFECNICFELPQEPIVTLCGHLFCWPCIYRWLHIHAHSPECPVCKAVVEEDKLVPLYGRG
KDRVDPRSKNIPEADIPNRPTGQRPATAPQADPNNNFAHANPNANANPWFMGTGVPLANARWGNYAFSAAFGGLFPMLSF
QVHGFPDANPYAQPAGFHYGYGHGHGFHGGHMGHAAHGVPRQGPLEQPQQADIYLKALLIMVGFLVVASLLAF*      
>Osat_LOC_Os04g09800                                                            
MHGDWPESPSQEVLYADEIAAVRAVLGAGLPEARVVAAISRCGGNAERAINALLDDATAGVEDKPEPKKGKGAKTAAPPV
KAERDAGGAAPKPPPPPVKVEVLDDEPLGSQESNGCSARVKKEREDELLVKAPPPMPDRVKEEDGVAAKRGAATANAAGI
SLVPRPKKRSRVHDEADTIDLTATHPVPYLNPRPIRAVPPPEAMEMLESRRVRARPPPPSSDLRMVVAPPDAEFGEFPEE
RDWFLVGRSYVTGLSTNRGRRRLDAGELVHFSFPSLERTYGGIKVSNKKAAALAEIVRFSTNRAGEIGKLSTEWTKCLVP
LVSSSKVKIQGKIVFPTVELRLMQEILLYVSFYIHRSVFTASGNNSSWDLLAPANVDYSTNPLYRLFRLLKLRAFTKADI
TPEELAAGKRPRNLRGDDNDEDEPMAIVGLENRRTAGQTFPEQGTDEQAISEAALNKIVGTAETYDLEEAEPPSTLVSVL
KPYQKEALFWMSQLEKGIDGDQAKKTLHPCWSAYKIVDKRAPAVYVNVFTGEATTQFQSVTQSARGGILADAMGLGKTVM
TIALILSNPRGELEQDKRGTRDRDTKAQTSRSSVRGGTLIICPMALLGQWKDELEAHSTPGALSVFVYYGGDRTTDLRFM
AQHSVVLTTYGVLQSAHKNDGSSIFHRIDWYRVVLDEAHTIKSPRTKAARAAYELTSHCRWCLTGTPLQNNLEDLFSLLC
FLHVEPWGDASWWNKLIQRPYENGDERGLKLVRAILRPLMLRRTKETKDKMGNPILVLPPANIEIVECEQSEDERDFYEA
LFRRSKVQFDKFVAQGSVLNNYANILELLLRLRQCCDHPFLVISRADTQKYTDLDELAQRFLDGVQRDSARRSAPPSQAY
VEEVVEEIRQGATTECPICLESASDDPVLTPCAHRMCRECLLSSWRTPSGGPCPLCRSPITKSELITLPSQCRFQVDPEN
NWKDSCKVIKLIKILEGLQEKREKSIVFSQFTSFFDLLEVPFNQKGIKFLRFDGKLSQKHREKVLKEFSESKDKLVLLMS
LKAGGVGLNLTAASNVFLMDPWWNPAVEEQAIMRIHRIGQKRAVQVRRFIVKDTVEERMQKVQACKQRMISGALTDDEVR
SARIEQLKMLFT*                                                                   
>Osat_LOC_Os04g22240                                                            
MASSSNPSNLPCSSDGVCMLCKVLTTEVEQLRCSTCATPWHTPCLSSIPPLTDVAHWVCPDCSGDVTASYPPSDVVRPES
SLIAAIRVIEADPVLSIQEKARRRQELLGHAGDAGAAITEAVGENVEDSESNNPLSMLNKNINCSFCMLLPERPVTTPCG
HNFCLKCFRRWIENGKRACVICRAPITQKVAQDLRINLALVQAIRMAKAANNASTTGETTVYHYKENEDKPDRAFTTERA
KRAGMANASSGQIFVTIAPDYFGPILEDHDPRRNRGVRVGDHWKDRMEGRQWGAHFPHIAGIAGQSTHGAQSVALSGGYL
DDEDHGEWFLYTGSGGRDLSGNKRTSKEQSFDQKFEKLNAALRVSCLNGYPVRVVRSFKEKRSPYAPESGVRYDGIYRIE
KCWRKTGVQGTFKVCSDEHGDHPRPLPDIEELKNAIDITERKGNPAWDFDATDGWKWMITPPISRKAVVTGDPRGKKMQG
AARHTNNLSMRERLLKEFRCSICRNVMEEPVTTPCAHNFCKKCLLGSYDNLSLTEERSRGGRTLRARKIVKKCPSCPSDI
ADFVQNPQVNRDIMNVIESLQKEAEKEDHARVSGEGSSAALVDSDDENDTAWENQDDGNLDEGGCNNPEDMITESVDLNS
VTNVDNTENKVEVQQPHKRTAGAGKGKGGKWARTSSAPGDADARNVVTSTETLDGIAAENVADLVQIEDCTFTGVERADP
NALEVDGKNMIPDFSEAEKVNPKQDQEVLP*                                                 
>Osat_LOC_Os04g44820                                                            
MDQIYMAAVNNKTSLPDDEPMKKISGDMPVTAGNACFDCNICLDFAAEPVVTLCGHLYCWPCIYEWLCPGVGSTASNNSS
LARRQCPVCKATLSPDMLVPLYGRGGSLKKSLNGVPIPRRPTVQREAVEHQNTHNNIDDRHHENMEPSPPPQPLRHSSHH
SSATEFDFIYPPSPIGRGLIHSTAGGVLGGMAVAVLPWAFRGQVPPSMFMSPHYVTAHNMSSRARRHQMEVERSLHQIWF
FLFVFVVLCLLLF*                                                                  



>Osat_LOC_Os04g46450                                                            
MGSTGEPDRKRRLSSSVAPGGGAPVSPAKRLAVAPTSEDKKLDFTVLKYKNQKLSEQLEAHKFEYRALENKFAGLKEKQR
THNETLSLVNSSWEQLVADLKSRSFCKSGSPNSSPGSGHNNVQKDGTCAPIERDTLRSLVESGATESSGCLPGCHLGSDA
PPLHLSTANALGDIFFPSSDLLQANEECALAALTKLPENDRSKQLQSTSSNLLSSLNNVVQALSNLQLKHKQLAEDYQNQ
RDSSARKRAEHRRLKEELASAASELEETNYKLAALKAQRDNTQGARIPYPTLGNKNMPEDKVRDKQREMQDLEATHKELS
ELISKRLVEIKRLHEERIEILNKIATFQNILMDFKSIRSSKAFQLVNDRLQKSQAELDHYQTLLEKLQVDKDKFVWQERQ
FNLKVDLAEIPERVSTYCESSIADLKKDIQKLCDEKNMLILKLEEASREPGRNQVITKFKALVSSIPREMGAMQSEMTKH
KEASLELNSLRAEVHSLSRILSRKERDNEEASCRSARAGSDITQLQSVISDLKQTNKELKLFADMYKRESTDSREIMESR
DREFLEWAHVHALKSSLDESKLEQRVKAANEAEAITQQRLATAEAEIAESGQKLGTSRKDLVSLSHMLKSKQEECEAYRV
EVECIGQAYEDIQAQNQQLLQQIIERDDDNTKIFMEGVKAKQTQDALHLETYSLRRNLQQESSLMDLYNQKIVSLEDQLK
MWSDRVGKLQEDGWQQSVSLSNYQRKLVDVHRDAQKLMQSLDGIQANVGSSRLEVADLLIELEKERFSKKRIEDDLEVMS
RKASSLRAKARESAVLEKLRHEVKEYRGILKCGICHDRQKEVVITKCYHLFCNQCIQKSLGNRQRRCPSCSLSFGANDVK
PIYI*                                                                           
>Osat_LOC_Os05g01230                                                            
MPDLPCDGDGVCMVCRVASPPEVDLLRCSTCATPWHSPCLSKPPALADAAQWSCPDCSGDSTDAPPPAPAPLAPGSAGQL
VAAIRAIECDATLSDQEKARRRQELLGGAAPAGADADDDEGDDVLEVIGKNFSCAFCMKLPERPVTTPCGHNFCLKCFQK
WIHSGKRTCGKCRAQIPAKMAEQPRINSALVSVIRMAKVSKNANSAVSAAAYHYIRNDDRPDKAFTTERAKRAGKANASS
GQIFVTIPPDHFGPILAENDPKRSIGVLVGDTWEDRLECRQWGAHFPHVAGIAGQSTHGAQSVALSGGYVDDEDHGEWFL
YTGSGGRDLSGNKRTNKEQSSDQKFEKLNAALRISCLKGYPVRVVRSHKEKRSSYAPEAGVRYDGVYRIEKCWRKISVQG
KFKVCRYLFVRCDNEPAPWTSDIYGDRPRPLPKVDELKGATDISERKGTPSWDFDEKEGWKWVKPPPISRKPNLSGDPAT
DKEIRRVARRAQMSVTERLLKEFGCSICKQVMKEPLTTPCAHNFCKLCLVGTYGSQSSMRERSRGGRTLRAQKIVKKCPS
CPTDICDFLENPQINREMMDLIESLQRKAVEEGDTKTSSDVSNGAESSGDDGNNEALEKGEDDSSLKDDGSLKDDGKVVK
AVVVIKEEDLQPKKSKGEDEKEQGDKKMDSADVVDIAVEKKQATKRASEKAEKKQARKRKGDAVATNDGKRMKTGGDAME
TAAEEDAPLSGGTPVKRNSRKSSEVDAKGGGGSPVVSSPRRVTRSNAKASGEADGSPATRTRRATRAEA*          
>Osat_LOC_Os05g34880                                                            
MAAGTASPPPDAEPPECPVCLSPFDAASAAPRVLPCGHSLCGPCIASLPPASASASASAASLRCPLCSQCVPFSRALGPS
SLPKNLALISLLPSPPNPSRSRTAAAAPPPPHVPLHADHSRLLSRFRHAVLPESASPLHSPAPAAGLAIGSFASDLGAPW
FCPRGHPVSLLPIETPAAAAKQESPLYYRPSHAARVAAAIDALSAAARDEVIDLVAVSSRLARRVCRVYGFWMGPEAAPL
WLLSERHSRGVSCLLEERSRREETVALIRNVGMEVCEAFMGLHGEGLVLGCIGLGCFCLDRFGHCLLDLNQVLALCHGVR
VGVCSSKSKAFMAPEVAEVVHDKLQIKDHDFSGLLGPSSDAWLLGCLLVALVTGDEQLAAGWSTEGSYDDWKNEVLTKVD
ASLVGTHMEPWSATIVSCLNYDPEGRPEIADVWKCINGSLMNSDIEALIPNVDLAARKSFMCLLLGELSSMCSNLGAVES
DDTMHLSQDLDDKHSTPDDASSGGIINNEEVGAAGMDGPKCGLYNSSTLLAHRDCITGLAIGGGFLFSSSYDKTINVWSL
QDFSHKQSLKGHEHKITAIVVVDNDNQSLCISGDSGSGIFVWCVDPSLSNEPLNKWYESNDWIYRGVHCLAVSGTGYLYT
GSRDKSIKAWSLEDYSLRCTMTGHKSTVSCLAVACGILYSGSWDGSIRSWWLTDHSPLSVLEDGTPGSITPVLSISTELD
FVVASYENGCLKIWKDDVLVKSEKLQNGAIYAAKLNDKWLYAGGWDKVVNIQELLEDDSEVEIRDVATFTCDSIITSILY
WDGRLIVGLSNREIKVFYKAS*MAAGTASPPPDAEPPECPVCLSPFDAASAAPRVLPCGHSLCGPCIASLPPASASASAS
AASLRCPLCSQCVPFSRALGPSSLPKNLALISLLPSPPNPSRSRTAAAAPPPPHVPLHADHSRLLSRFRHAVLPESASPL
HSPAPAAGLAIGSFASDLGAPWFCPRGHPVSLLPIETPAAAAKQESPLYYRPSHAARVAAAIDALSAAARDEVIDLVAVS
SRLARRVCRVYGFWMGPEAAPLWLLSERHSRGVSCLLEERSRREETVALIRNVGMEVCEAFMGLHGEGLVLGCIGLGCFC
LDRFGHCLLDLNQVLALCHGVRVGVCSSKSKAFMAPEVAEVVHDKLQIKDHDFSGLLGPSSDAWLLGCLLVALVTGDEQL
AAGWSTEGSYDDWKNEVLTKVDASLVGTHMEPWSATIVSCLNYDPEGRPEIADVWKCINGSLMNSDIEALIPNVDLAARK
SFMCLLLGELSSMCSNLGAVESDDTMHLSQDLDDKHSTPDDASSGGIINNEEVGAAGMDGPKCGLYNSSTLLAHRDCITG
LAIGGGFLFSSSYDKTINVWSLQDFSHKQSLKGHEHKITAIVVVDNDNQSLCISGDSGSGIFVWCVDPSLSNEPLNKWYE
SNDWIYRGVHCLAVSGTGYLYTGSRDKSIKAWSLEVTNQLFLALRLPVVFFTVEVGMVLLDHGGSLITARCLYWKMVHQE
ALLLCCQFQQNSILLLHHMKMAV*                                                        
>Osat_LOC_Os05g39380                                                            
MAADDAARSSRRMDLNLYLGLPRAPRLRRPDLGSDLALGTPMLSSSPSSSAASADAPPLETEPLHPPYSPPPAELVRPPT
PLPEPYDPSAPEAHPPYVPPPVPPPEAIPELADDLEFGFSHPPLLLRPSELLGWVDRPSSSTASSSFRPERVDRYRPPVI
CLNSRQSRCLRPRRFRSDLPPLGSEAPALENDAAAQPPPQEPMQDTVEENKVVADGAIVGASEEEPAERGKSVAMFECNI
CFEMASEPVVTSCGHLFCWPCLYQWLHVHSTHKECPVCKGEVTEGNITPIYGRGNSTSDAEKKVAEEGNVSGPTIPPRPH
GNRLESFRQKFHHLRPISRRLGEAHGILSSWRRILDQQIMNSVSRFEGPPESTVQEMIDHAHHASRLGRITTRMRARRLQ
REAENSTFVASSAAESGLPANSTSDLPRRSSSPFSSERIDLLQHFVDLASTERLASAVSDLRRMVRPSPYGASTSSNPPN
PPNTELLPVDGNHVAVALAADQASNSSTMAVIQEDAAFTESTGEPSNAGSSRSLRRRGRNDALGSLDVDGVGLHRNKRRR
LN*                                                                             
>Osat_LOC_Os05g41795                                                            
MPAQKRPAPEAASAPAGGDGHVEGGGAGGGGGADEDAHRGGERSPKVMNGGGPEKEKERRDADSDAEEEEEEAGGGGGGG
GADEDRDSPSSESDGDMDEFILVKLMDIRKEVQCPICLGIIRKTRTVMECLHRFCRDCIDKSMRLGNNECPACRTHCASR
RSLRDDPNYDALILALYPDIDKYEEEELAFSEEERTRNKKIQASIAETFRRQSEALVKKRSVAKATGSTITRRTRGNMRA
KRRGRTSSPDIVATDNEDEDRDENGNEGSKESSSVDDRSPDVRQKRVRRWPVPRSSPAKSIGGIDSSFEDIDDLGSGRDI
MSTSPLRGEMLAWGKNGTRSQTRHGNSGGSSGRMAKGGRVTKLVEYLRNTDEFDNKFNLYLVLLPLNGQSMPKLEKPYLS
CQPTFSVRHLCQFVALQLSRHAKEVEIFIRKNPNNGCFASIDTSADEIKLNHDALERLEEEKSLSELYPSLASGHGDLEL
LYSLKAEV*                                                                       



>Osat_LOC_Os05g43610                                                            
MADTGSLEKMGRELKCPICLSLLSSAVSISCNHVFCNDCLTESMKSTSSCPVCKVPFRRREMRPAPHMDNLVSIFKSMEA
AAGTNVVSTQEAPVVKLADGSDCVNSGKNSKRSQKSLTRKRKVTSEMEKNTAKDATASASQPTTKPSFSTNKRIQVKPFP
ESETPIRAEKIMKPEEPKNNLNNDVEGKNKAVASGQPGSPSLSPFFWLREQEEQEGCTAETLSETQSLDTPLRHNAPSFS
DIKDSDDEIPLNTTPNSKAAATELFDSEIFEWTQRPCSPELYSTPLKKQSKAKSKLDQIEEKGDEEDVHIGGSFDKLGNA
SNAAQLVNTKATKQKRKKTSPSNKNSAKLSNRAEPCIKKSDANQQGSNRRKSAALKSCQKSSSAVGRNTSGRRNKASSNS
KPIHGSSDNSPESYLPKEGLDVEAPDKPLSERIQNLEKTSRRKGSARKLEMAGKTISDTTEKNSEPRSKRVRRMSDHAIA
KPVEVPSGSGNETEIPQLHTLTKGSIQRKSSNARRHSKVCGEQEGKNKLENTTMTPIILHGKCQNKEAVCTAPSVRTASV
KYKQAKFSEQPDCFGTENFGNLQACPARNVLLKKCEVSTLKVSCAFCQTDVITEESGEMVHYQNGKQVPAEFNGGANVVH
SHKNCLEWAPDVYFEDDSAFNLTTELARSRRIKCACCGIKGAALGCFEMSCRRSFHFTCAKLIPECRWDNENFVMLCPLH
RSTKLPNENSEQQKQPKRKTTLKGSSQIGSNQDCGNNWKWPSGSPQKWVLCCSSLSSSEKELVSEFAKLAGVPISATWSP
NVTHVIASTDLSGACKRTLKFLMAILNGRWIVSIDWVKTCMECMEPIDEHKFEVATDVHGITDGPRLGRCRVIDRQPKLF
DSMRFYLHGDYTKSYRGYLQDLVVAAGGIVLQRKPVSRDQQKLLDDSSDLLIVYSFENQDRAKSKAETKAADRRQADAQA
LACASGGRVVSSAWVIDSIAACNLQPL*                                                    
>Osat_LOC_Os06g17280                                                            
MASPPAGDAPPPAAAAREEEEEEGVSCGICLTDARRAVRGELDCCAHHFCFVCIMAWARVESRCPFCKARFRTITRPPVP
GRFPSQRVVAVPERNQACNPSGNGSSTVDADLYANTSCSVCNLSNDDELLMLCELCDSAVHTYCAGLGTEIPEGDWFCTD
CMTAKEEHSRCEIDDDNSSDHGEFKITIEVPIADPVAAPSISDIVDEGHSPNLVQRSSVQSNRPSISDPVPSIYDIVDDD
YTTIPIGRVNARSTRLDSRAERLPSQGISVGPQCPESPQERENSRVCSHARSRIESERARTLRNSRNLGSRIRELRENWS
ALRSGSIGFATQLHNRRRGNGAGTCDIEERHRSTTTFMEVAASSSGHAKKISPKNSSDVHKAWKMLEMAKSSGGKKKPDN
PSSLNCSVPFSMGNRSTSYSPIDAILGHKNNKLYDGITQKNNAEQHRSTNMENKPPTMNFGECRKLQEKFHGSAHGRTPS
TIMRQESLTGKVSSSSNNEKHNRSINMENRPPTVNFGEHRKLQESASVHGRIPSTVMMQENLNGKVASSSNNEDAGQIFE
SSRDVSRPEKSKPVVSCPLTFSLLSGQSMVTSSQQLRPGWSQSTEMVSSQEPSATAASIDIGTAGANDKVKGSRPDRLER
KRKLGSETHDDKGSKRSMSSCKIRKSDISFLAIRELKLLNIDKTYGSDTFKEVARAATHTVLASCGLEHSPSVALALPRP
VCKHTCKTEPLPSPDVLTDFCRECLCNFVKEVISSLLSGRKME*                                    
>Osat_LOC_Os07g17400                                                            
MPERSELGRQLPLRGPLKALEADIHHANTMANAIQRNYGGACVQMRLSCSSLAPFFLYLIQWLDCGCCYALPSYLGLFHI
LICKVYADGDSSVSTYERRASLREFYAIIYPILQQLEGSLIERDLKGKGRCKDIVSRKRLEDWRKLCNKDVEREDECGIC
METCTKMVLPNCSHAMCIKCYRDCQRMYVCMYVCMYRRSESCPFCRGSLKRIRSRDLWVLTNYNDVVDPVTLERENVRHF
YSYIDSLPLILPDNIFFFYYDYLL*MPERSELGRQLPLRGPLKALEADIHHANTMANAIQRNYGGACVQMRLSCSSLAPF
FLYLIQWLDCGCCYALPSYLGLFHILICKVYADGDSSVSTYERRASLREFYAIIYPILQQLEGSLIERDLKGKGRCKDIV
SRKRLEDWRKLCNKDVEREDECGICMETCTKMVLPNCSHAMCIKCYRDWYRRSESCPFCRGSLKRIRSRDLWVLTNYNDV
VDPVTLERENVRHFYSYIDSLPLILPDNIFFFYYDYLL*                                         
>Osat_LOC_Os07g32730                                                            
MVLLKEKVLKGIVLRRTKKGRAADLALPPKIVTLRRDSFDKNEMEFYEALYTQSRTQFDSYVDAGTLMNNYAHIFDLLTR
LRQAVDHPYLVAFSKTAELSDRSKNEGNENMESQCGICHDMTEDAVVTSCEHVFCKNCLIDYSATLGNVSCPSCSVPLTV
DLTTRSSGEKVTPNLKGGKRSGILSRLQNLADFKTSTKIDALREEIRNMVEHDGSAKGIVFSQFTSFLDLIEFSLQKSGI
KCVQLNGKMNIVEKGKAIDTFTNDPDCRIFLMSLKAGGVALNLTVASHVFLMDPWWNPAVESQAQDRIHRIGQFKPIRSM
RFVIKDTVEERILQLQEKKRLVFEGTVGDSPEAMSKLTEADLKFLFQN*                               
>Osat_LOC_Os07g41800                                                            
MRGGGGGDAGTSSRGGGSGGAPARPRRFPEAAQPEIMRAAEKDDGYAAHVTEACRDAFRHLFGTRVAVAYQNEIKLLGQS
LYYLLTTGSGQQTLGEEYCDISQVATSHGLPPTPARRILFILYQTTVPYLAERISSRIVARGIALEDSQLDDHSESDSSS
IGTAAQPSPIRNSPSRSLSFSHLSRLRGRVHTLWEWVLRKWPSMLPFAQDFIQLTIRTNLMFFYFEGLYYHLPKRAAGIR
YVFIGKPLNQRPRYQILGIFLLIQLCILGAERLRRSNLSTIASSINQISSGGYPSSRGRGVPVLNEDGNIISDIRHGKTA
DLATSSEASSGKSKCTLCLSTRQNPTATTCGHVFCWSCIMEWCNEKPECPLCRTPITHSSLICIYHSDF*MRGGGGGDAG
TSSRGGGSGGAPARPRRFPEAAQPEIMRAAEKDDGYAAHVTEACRDAFRHLFGTRVAVAYQNEIKLLGQSLYYLLTTGSG
QQTLGEEYCDISQVATSHGLPPTPARRILFILYQTTVPYLAERISSRIVARGIALEDSQLDDHSESDSSSIGTAAQPSPI
RNSPSRSLSFSHLSRLRGRVHTLWEWVLRKWPSMLPFAQDFIQLTIRTNLMFFYFEGLYYHLPKRAAGIRYVFIGKPLNQ
RPRYSLFLCSSTVYTT*                                                               
>Osat_LOC_Os07g44800                                                            
MASTSRRGGGEDDDDEPYLLGFIVANAVGLQYYQGGRAITRRESVGLVREPHNPHDANAIRVDNARGEKIGHIGRRAAAA
LAPLLDAGHVAAAHGIVPKPASKRLYSLPCQVHLFARPPHAALVAAALAASGIDLIHVDHPEFALSESAIVQEQQTKRSR
GDVDRLFSHVGKGGRARIAPMEAPRDVVVSELFEHQKAALGWLVHREESCDLPPFWEEDNDGGFKNVLTNQKTNERPPPL
KGGIFADDMGLGKTLTLLSLIGRSKARNVGGKKARGAKRRKVEEAVEEESRTTLVVCPPSVFSSWVTQLEEHTKTGSLKV
YLYHGERTKEKKELLKYDIVITTYSTLGQELEQEGSPVKEIEWFRVILDEAHVIKNSAARQTKAVIALNAERRWVVTGTP
IQNSSFDLYPLMAFLRFQPFSIKSYWQSLIQLPLERKNNGIGLARLQSLLGAISLRRTKETESGSKSLVSIPPKTVLACY
IELSAEEREYYDQMELEGKNKLREFGDRDSILRNYSTVLYFILRLRQLCNDIALCPLDLKSWLPGSGSSLEDVSKNPELL
KKLASLVDDGDDFECPICLAPPAKTVITSCTHIYCQTCIMKILKSSSSRCPICRRSLCKEDLFIAPEIKHPDEDSSVNLD
RPLSSKVQALLKLLRRSQSEDPLSKSVIFSQFRKMLILLEGPLKAAGFNILRLDGSMTAKKRSEVIRQFGCVGPDSPTVL
LASLKAAGAGVNLTAASTVYLFDPWWNPGVEEQAMDRVHRIGQTKEVKVVRLIVKDSIEERMLELQERKKKLISGAFGRK
KGGKEHKEIRVEELQMMMGMK*                                                          
>Osat_LOC_Os07g47590                                                            



MKFAKKYEKYMKGMDEELPGVGLKRLKKLLKKCRSDLQSHENDGSSAGRCPGHCSVCDGSFFPSLLNEMSAVIGCFNEKA
KKLLELHLASGFKKYTMWFTSKGHKSHGALIQQGKDLVTYAIINAVAMRKILKKYDKIHYSKQGQEFKAQAQSLHIEILQ
SPWLCELMAFYMNLRRSKKNNGAMELFGDCSLVFDDDKPTISCNLFDSMRVDISLTCSICLDTVFDPVALSCGHIYCYLC
SCSAASVTIVDGLKSAERKSKCPLCRQAGVFPNAVHLDELNMLLSYSCPEYWEKRIQMERVERVRLAKEHWESQCRAFLG
M*                                                                              
>Osat_LOC_Os08g06510                                                            
MAAESSAAAAAGGGERRGPMDLNLYLGLPPLPPPPGRLDVAADYPSLLLNSAATVANEQRGSVVVAAPPPAAAAYSPSNA
LSAPEQVLVDPVAAWLVDPGEQQPVPPLETPSYMARASSTLPQIFACAALEMLVQTGGAIPPTGLIRGAEIAAASRPMTP
ENRLRRLIQVSDQHGVGNGRAGTGPVSRSRRANSPEADNLARAIQRSHNSLEASRRQMLDGDGSDATKKDDGCGCNGSFE
CNICFESAKDPVVTPCGHLFCWPCIYQWLHGHSEHSDCPVCKGEVLEVNVTPIYGRGGGEENSSRNDIQIPPRPSAQRTE
SLRQQLQRPDTRGGIANMVRRLMQNQDIVVGQAASSAPRPRGRGRRQARQDAPSAPATQQQVVNADAGSGNQAPLPPPDA
NGAAPAAAVAPQQSSSVEQASTSSTVGVIAGGPAQGRRSRVSESTPARRTRRRHQ*                        
>Osat_LOC_Os08g08220                                                            
MLAGNMNNDNYIDLSSDSDIDFDFDSDDSVGGLDQELASSSSRPTENINGQYRTLPPSFTNGRHVDNARHALGSGDRAYP
HSSSYRGSPNDSARATPASNRTDIVVKKHNGFASEENDNGKRILPSSFSNGRTTNAMHPVVASETRKFPPSFTNGNSQRL
AENRMGKNVANGIGEPSSSRFPSRSSFGTDNKKVITDSDNEDVYVYGSSSSHRVLPPSFGRNSSANHSEFANGIDMQGRL
NLENRIIDSDERAVYQEALQNIIQDKREDDLPEGVLSVPLLRHQKMALAWMVSKENSSHCAGGILADDQGLGKTVSTIAL
IQKQRIQQSKFMSVDSDRLKAEALNLDDDDEAAPVADNKGEQTKNDEPRKDLGAGSSSTAAGTGDVETCASLMNTAPDKT
VERNVERKKKSKASTSSTMQSMTRPAAGTLVVCPASVLKQWANELTDKVGESAKLSVLVYHGGSRTKDPNELAKYDVVIT
TYTIVANEVPKQNADDDTDQKNGEESSAGNKRKQPPKAQSKSKKKKKKLKDSDIYLASGPVARVRWFRVVLDEAQTIKNF
RTQVAKACCGLRAKRRWCLSGTPIQNAIDELYSYFHFLKYDPYSTYNSFCTMIKHPIARNAVHGYKKLQTVLRIVLLRRT
KETLIDGEPIIKLPPKTINLDKVDFTKEERAFYLTLEERSRQQFKAYAAAGTLKQNYANILLMLLRLRQACDHPLLVKGH
QSEYKGDGSIEMAKQLPKEMIINLLAKLEVGEFCSVCSDVPEDAVVTMCGHVFCYQCIYERITTDENMCPSPNCGNTLST
DSVFSSGALRICMSGVSSSHASGSSSLDDESSSISQTSYISSKIQAAIDILNSIINTYALTDSDTVESNPSRVAPVKAIV
FSQWTGMLDLLELSLNSNLIQYRRLDGTMSLNSRDKAVKDFNTDPEVRVMIMSLKAGNLGLNMVAACHVILLDLWWNPYA
EDQAIDRAHRIGQTRPVTVSRLTIKDTVEDRILALQEEKRAMVSSAFGEDKSGGHATRLTVDDLKYLFRF*MLAGNMNND
NYIDLSSDSDIDFDFDSDDSVGGLDQELASSSSRPTENINGQYRTLPPSFTNGRHVDNARHALGSGDRAYPHSSSYRGSP
NDSARATPASNRTDIVVKKHNGFASEENDNGKRILPSSFSNGRTTNAMHPVVASETRKFPPSFTNGNSQRLAENRMGKNV
ANGIGEPSSSRFPSRSSFGTDNKKVITDSDNEDVYVYGSSSSHRVLPPSFGRNSSANHSEFANGIDMQGRLNLENRIIDS
DERAVYQEALQNIIQDKREDDLPEGVLSVPLLRHQKMALAWMVSKENSSHCAGGILADDQGLGKTVSTIALIQKQRIQQS
KFMSVDSDRLKAEALNLDDDDEAAPVADNKGEQTKNDEPRKDLGAGSSSTAAGTGDVETCASLMNTAPDKTVERNVERKK
KSKASTSSTMQSMTRPAAGTLVVCPASVLKQWANELTDKVGESAKLSVLVYHGGSRTKDPNELAKYDVVITTYTIVANEV
PKQNADDDTDQKNGEESSAGNKRKQPPKAQSKSKKKKKKLKDSDIYLASGPVARVRWFRVVLDEAQTIKNFRTQVAKACC
GLRAKRRWCLSGTPIQNAIDELYSYFHFLKYDPYSTYNSFCTMIKHPIARNAVHGYKKLQTVLRIVLLRRTKETLIDGEP
IIKLPPKTINLDKVDFTKEERAFYLTLEERSRQQFKAYAAAGTLKQNYANILLMLLRLRQACDHPLLVKGHQSEYKGDGS
IEMAKQLPKEMIINLLAKLEVGEFCSVCSVSNLISLHYVESDLFSLHYVEMIIHVITSIIVVIVWGCVCMYRRTTSMQHM
KNCVVRLKHKFVLPISSVISCPWNKIIICIVEGQWMLIK*                                        
>Osat_LOC_Os09g33740                                                            
MEWGDTAGWLAEEDNAIEPSLSGGGGRVQGTRIALGQAASGAVCLGAGKDRVPEAYVVVVHGRRRGRRLRVRAMLKLNNG
RTAVSPLRGSGAVGAEAYLEGIDSSRWATAVAAAASMGTVSRLSLKHLLRCFDFYSIDRKFCNGTNLNTLYQYHWSMRLS
TGSWHSWYPVKHTEIKVVSIENSEVLADGSKGVVKVRGPQVMKGYYKDHFFQFTDAKMMGCSFQISPILIVNESFTVDNG
LLTSTLKIRRDKFRSANETVDHLFVSCPLARFACNVIASAFGLEKINSIQHLLEAWLNEFDKKKKQLVAVGIAATLGRWK
AKEVYNVGSTLRLAKAGCKRDYIIPSMAGTLIEDGWSLWAYILPFMPGALHVSRTCNLIGCVISILHPGKGNADEVDGIR
SEDVACLICQELLFDPSVLNCGHVYCMPCLTSVGGEELECQFCGAPHPAEPTVCSNLKNFLKHRFEELYNSRQEKSSGVP
SRKEGTRKGKPSEILHTHVGVGCDGCGVFPIQGRRYSCKECEAPGLDLCEKCFMTGSTAEGRFDQKHTADHDMELDDSFL
FPNLVDYMDDLYIDMT*                                                               
>Osat_LOC_Os10g30850                                                            
MSCEFFLPSPVAARGRWWWWGVCVWFISLFCRASEFLRDYDGAVIQMRMAYSAVAHFLVQWIDCKLAGALGLLKIMIYKV
YADGTTALPEWEREASIRQFYGVIFPSLLQLPSGITELDDRKQRRLCLQKFRKVEERVSEVDLERELECGICLEVNAKIV
LPDCAHSLCMRCFEDWNTKSKSCPFCRACLKKVNPSSLWLYTDDRDVVDMDTLTRENIRRLFMFISKLPLVVLHVVDLDI
YEYRIK*MRRRFQDSVKALEADIEHANELASEFLRDYDGAVIQMRMAYSAVAHFLVQWIDCKLAGALGLLKIMIYKVYAD
GTTALPEWEREASIRQFYGVIFPSLLQLPSGITELDDRKQRRLCLQKFRKVEERVSEVDLERELECGICLEVNAKIVLPD
CAHSLCMRCFEDWNTKSKSCPFCRACLKKVNPSSLWLYTDDRDVVDMDTLTRENIRRLFMFISKLPLVVLHVVDLDIYEY
RIK*                                                                            
>Osat_LOC_Os10g41590                                                            
MDAAALQYENQKLVQQLEAQKSKMRALEGKFKELRDEQCSYDNTLICLNKMWNQLIDDLVLLGVRAGGDLNGLQALDHEE
MSEESLESCPSEEIFLFRLLNSRNFRNNDDSSLSKLVEEALALRYSTTVTLMKSLQEAFAVQQARSESLSLALNGQNSSE
DVIVALENHNDYLKEVVDNLRQAVSIINRKHEKYLDEIEAFKNNQSRELHEVKCLSGELEESMAELEESRRKLAVLQLQT
GGGSLMNTSAPNGVNGSVSTDKSSDKGMGWRDLKDAVEEAKTLAANRLFELHETQEDNLILSKQLEDIQDQLKDENYIVT
SKPYTILSDQLHHLNAEIERYRGLVEVLQNEKDQLMQKEEEMLAKAESVDAVQQSITTYKAKIEDLEHEIQKLMAEKNDL
EIKAEEALQDSGKKDFKDEIHVMAASLSKEMELLDNQMNRSKDAASEALALREEADYLRTLLAKKIDEQKEISDRYNTQV
TEIKSLKALIETLDQEKQELQFIVDMLGKECSESRAISEIEESENRARKQAEYLRKCLEEHNLELRVKAANEAETACQQR



LSIAEAELEDLRAKVDASERDVMKLKESIRIKEAEVDGHISEIETIGQAYEDMQTQNQHLLQQVADRDDFNIKLVSDSVK
MKQAYGSLLAEKNMLQKQLQHVNSSLESSKLKITSGEEQMKTYVAQAMKSSSENRHLAISLERTMLEVSDAEKELKWLRS
ATGSAEKEYEINQKKIAELKMELERERNERIKLEEEYEEVKNEVSELTSETEETTIQKLQDEIKECKAILKCGVCFDRPK
EVVITKCFHLFCSPCIQRNLEIRHRKCPGCGTPFGQSDVREVKI*MRALEGKFKELRDEQCSYDNTLICLNKMWNQLIDD
LVLLGVRAGGDLNGLQALDHEEMSEESLESCPSEEIFLFRLLNSRNFRNNDDSSLSKLVEEALALRYSTTVTLMKSLQEA
FAVQQARSESLSLALNGQNSSEDVIVALENHNDYLKEVVDNLRQAVSIINRKHEKYLDEIEAFKNNQSRELHEVKCLSGE
LEESMAELEESRRKLAVLQLQTGGGSLMNTSAPNGVNGSVSTDKSSDKGMGWRDLKDAVEEAKTLAANRLFELHETQEDN
LILSKQLEDIQDQLKDENYIVTSKPYTILSDQLHHLNAEIERYRGLVEVLQNEKDQLMQKEEEMLAKAESVDAVQQSITT
YKAKIEDLEHEIQKLMAEKNDLEIKAEEALQDSGKKDFKDEIHVMAASLSKEMELLDNQMNRSKDAASEALALREEADYL
RTLLAKKIDEQKEISDRYNTQVTEIKSLKALIETLDQEKQELQFIVDMLGKECSESRAISEIEESENRARKQAEYLRKCL
EEHNLELRVKAANEAETACQQRLSIAEAELEDLRAKVDASERDVMKLKESIRIKEAEVDGHISEIETIGQAYEDMQTQNQ
HLLQQVADRDDFNIKLVSDSVKMKQAYGSLLAEKNMLQKQLQHVNSSLESSKLKITSGEEQMKTYVAQAMKSSSENRHLA
ISLERTMLEVSDAEKELKWLRSATGSAEKEYEINQKKIAELKMELERERLGCSELQDWSCYAAITIMCSLHFFWLIQK* 
>Osat_LOC_Os11g07450                                                            
MDAGECSSSQPCASSSPDAAGGVWAKLVPSDSAFPEVELAEDDAVVCSRVTPDGGGEVAAWCEIRRGGGDGDASSATIRN
LSSDAIIVDGRVIQQEAVDIKPGSEIVSGPQKDGHLLYTFDITGLNDQDKTNIKIVLDIENAKCSICLNLWHDVVTVAPC
LHNFCNGCFSEWLRRSSANSRDKSQSAACPQCRTAVQSVGRNHFLHNIEEAILQAFSSLQRSDEEIALLESYASVKTNIA
WHAFIPFPWSYAGAMILRSTMGINICQREVLGKQKIQSRKRRLPRSNDEANHTNHADFLCPQCGAEFGGFRCSPGAPHLP
CNGCGGMMPARPDTSIPQKCLGCDRAFCGAYWCSQGVNSSQHNPICDQETFKMISQRHISSVPDTVHGGNQYEKDITERC
IQQSGKALQAIISEWIVKFDNKELDRSRLQLNHVDAITSRTYVCNQCYSKFIDFLLYWFRVSMPRNLLPPDAANRESCWY
GFMCRTQHHRPDHAKKLNHVCRPTRGNP*MDAGECSSSQPCASSSPDAAGGVWAKLVPSDSAFPEVELAEDDAVVCSRVT
PDGGGEVAAWCEIRRGGGDGDASSATIRNLSSDAIIVDGRVIQQEAVDIKPGSEIVSGPQKDGHLLYTFDITGLNDQDKT
NIKIVLDIENAKCSICLNLWHDVVTVAPCLHNFCNGCFSEWLRRSSANSRDKSQSAACPQCRTAVQSVGRNHFLHNIEEA
ILQAFSSLQRSDEEIALLESYASVKTNIVLGKQKIQSRKRRLPRSNDEANHTNHADFLCPQCGAEFGGFRCSPGAPHLPC
NGCGGMMPARPDTSIPQKCLGCDRAFCGAYWCSQGVNSSQHNPICDQETFKMISQRHISSVPDTVHGGNQYEKDITERCI
QQSGKALQAIISEWIVKFDNKELDRSRLQLNHVDAITSRTYVCNQCYSKFIDFLLYWFRVSMPRNLLPPDAANRESCWYG
FMCRTQHHRPDHAKKLNHVCRPTRGNP*                                                    
>Osat_LOC_Os12g10700                                                            
MSMQMDVDGESSGARALGDMGDLETYAFENESCGICRDIVIDRGVLDCCQHWFCYTCIDNWSAITNRCPLCKSEFQHITC
TPVYDTTGANNEDEYSLTSGDDDWLQGESNTLSFPSYYIDAEAVVCLDDGDCKIRSGLVSVEDDSTFDTSIACDSCDLCG
DCSTGSDRTTIDASFSGRVSVSVADEGETALVVSMVGVHSEIRDGLKTEQKGLNSNSYPSYSKDDLLNETVADAKILRNS
DGFSISHNRYSEMNLVHTVSSEPTERPLEFSPIRESAHTLFRPEQGNMSNVQAPSCSFSQTSKVPENSGEENALFRNNAR
STVIESPQLSSPAGNVARSNDIDMIDAGEVQQMRSAPVGQLTSMHDGESISDMEEVKYKESDDRTTSSAAKATIGDTPEF
LRSDKSVPDIMSIVEGEDYSRDPGRELARPVGRRAGDKPGLRVKKIFRKEEGKKSTAVVQKLQQEIREVVRDTGTTILEK
ENAFDEKLLTAFRAAIGKPADEPAGRANLSLIKSRRALLQKGKIRENLTKKLYGSSAGRRRSAWHRDWEVEFWKHRCSSG
INPEKIETLQSVLQLLKKSSEMDKEIAQDKKGVNTDSILSRVYLADASVVPRKDDVKPLSAVAGCPPNNSKAPNKPTPGT
ETTKISSPNSTGKVLSSSIISKEASSRRENKNSQAAPNQQNQSAGDIKHDKRKWALEVLARKNAISITSKDKSEVADDLK
GNYPLLAQLPVDMRPQLTTGRHNKVPLSVRQAQLYRIVEHYLQKANLSVIRRCADTELAIADAVNVEKDISERSSSKSVY
VNLCSQATRQPAKGKSENDASDLIEKSESENGPLPQQVQTENTDICNIDTEESLNRTGHSDLRASPRQTIKGETGGDLVP
EKTVGFSNVEEALKMAGLLDSPPNSPERKNTIIEGGCIVDTDSEPSKKLQSTSDSIVRDISSHKDADDSSMLIDLHDENG
QNLHTVTSSQQSKHTGDEHQKLILGEESTDVTANKIVSVNLDEAGCSAEHGNSNGSNKEIPADTNMPDEGAGHVGGAKEV
KVPASDLCNHSCQANSSPTEGKKDSKIPILDSTEDRSCSNNAELNNRLPNRNKLSTDPAQSGDDSKKSARDPDNHKPDSS
GSIHKKVEMFVKENIRPLCKSGVITVEQYRWAVAKTTDKVMKYHSDAKNANFLIKEGDKVKKLALQYVEAAQQKVT*   
>Osat_LOC_Os12g16690                                                            
MAAAAREAAESPNPRSAPRRAAAAAAKDASSFLSPRFRSAAAQAGWDEESLLHAALVVEDTPVRESRRRRRASTTSSSAG
GGGSAGSNTRKRRSWRQPPGSIPPVVFLLDDDEKKPDTTADGKKEVKEEEKKTVVVGEKEACSEKAAATSELPCMDRLRE
ELSCAICLEICFEPSTTPCGHSFCMKCLKHAAAKCGKRCPKCRQLISNSRSCTVNTVLWNTIQLLFPSETEARRTSIASS
SETNDDLAQQISQRSNSMAQGGIRSSSSNGIGYITQRSTRSSATNNRSFTTTGSRRSTFVAQEGSSTATGRGFVRASQLV
PSARVVSVRSHQSDDAALAYRLQQEEFMTAFESEGERQPPRSSSSTVSAARANLRAMASRAIRLRARGWPV*        
>Osat_LOC_Os12g43930                                                            
MAANVGESTSGSSSGGADSGGSFECNICFELPQEPIVTLCGHLFCWPCLYKWLHIHSHSPECPVCKAVVEEDKLVPLYGR
GKDRVDPRSKNVPGADIPNRPAGQRPATAPQANPNTHFPNANPNPWFMGGGIPLANARWGNYTFSAAFGGLFPLLSFQVH
GFPDATAYGQPAGFPYGYGHGHGHGHGHAFHGGHAHAAAAPRHGPPGQQQQADVYLKALLILVGFLVIASLITF*     
>Smol_XP_002992985                                                              
MPQQSRRKEELNKGASKSKKDKKDKNAAKKKKELQKRQEKPISFIDCPVCHKVLKHPVEIECGHVFCNRCLRRKMGRQKM
CPICKSEIEYIHPSYLMRELVRKFGVKDGPKRLKAELLQVSGYYDEYAIEDPIVIAAHWTSGPISACLGTLCFCVFPSPA
QKAVNMIEVVLGDCNLRWPETGCFWTLLYMDGDTRSASSLGDKFYLVLRIDRSKARAYQNSLKAGGQRKDVEMARLRKQN
ALMRHKMLELGENGFIRALAGRKSPRYSLKSGASLAFADEYPDFPVISPHTLRDLVLHNPLSKRPFVPPWNRMRSTSTGP
LPTTREEDCRMKSHLTTMVSSRSGSPGPYNVDSTRSQSPAARPKSPPSPEKSPPWNNNAMASESTLATASSAATRHFIPG
QTCFPASSTHAESCRRKTESNITVADMRI                                                   
>Smol_XP_002991825                                                              
MPQQSRRKEELNKGASKSKKDKKDKNAAKKKKELQKRQEKPISFIDCPVCHKVLKHPVEIECGHVFCNRCLRRKMGRQKM



CPICKSEIEYIHPSYLMRELVRKFGVKDGPKRLKAELLQVSGYYDEYAIEDPIVIAAHWTSGPISACLGTLCFCVFPSPA
QKAVNMIEVVLGDCNLRWAETGCFWTLLYMDGDTRSASSLGDKFYLVLRIDRSKARAYQNSLKAGGQRKDVEMARLRKQN
ALMRHKMLELGENGFIRALAGRKSPRYSLKSGASLAFADEYPDFPVISPHTLRDLVLHNPLSKRPFVPPWNRMRSTSTGP
LPTTREEDCRMKSHLTTMVSSRSGSPGPYNVDSARSQSPAARPKSPPSPEKVNSAYYCRFLFDLTLVCHCSPHLGKYSYF
WLGIWNVK                                                                        
>Smol_XP_002990681                                                              
DDRDQAAGSFDCNICLELAQDPVVTLCGHLFCWPCLYKWTQLRSICKECPVCKAPVHEDKVIPLYGRGCVESSSDHRDHA
TSSVPEMEIPSRPPGQRS                                                              
>Smol_XP_002987255                                                              
MGSTEESERKRRHSNNHTSLSPPPKKQQPMAPVLEERKADPGMLQYQNQQLAQKLDAQRSEIHALEDKFNQLKSKQTSFD
ETLISVNRCWKELVDDLELLAVNAHPDGTTEVPVLEVAPPVSSDKPDTSSVIPEETFLQRLVRSSASTEGDTLDAALNSR
RASTVKTMSYIVQVIQSQRAKHDELTSMLKNQLSSDVAGKALQKAHDDLLVETQSLRTAMEALHLKHKEISSAMTAMEDS
RLKDRAEIGRLTGELEDTLAELDTSRRKLAAALRNQKDLPPGPPTPGAVTKEPGEKGGVYKTSKDIRDLEELLERTKALS
ECRLVDLQEAHQKNLNLAEQLRRLQDSHIDEQRVISSRPYLLLQDQLKFFKAELDRCQANAERFQAERDSALRHEKEVSL
KAEAGEAARRDVAVAESRITALEAKLQQCMADRDDLQLRVEELNQLSGRKDTVAELKLMISTLHKEMGMMQLQLNKYKDA
AHEVCSLRADSHSMAAVLERKKFEFKNLSKKLADQAIEADVFKEEIRVLKESEQELKLILDMYEKESIESRDILEIQQSE
CRARAQIQRLQEALDEHSLELRVKTANEAEAACQQRLAAAEAEIAELRERLDVSDRDKMELLETIKAKSEEGDAYISEIE
TIGQAYEDMQTQNQRLLQQISERDDYNTKLVAESLKAKQLQTSLVAEKQSISGKMQLATSAADLQKQRAARFEEQVRLQL
DQLTKAADETRHSNSAVEVARRKLAEAEREVQSLRSALEVSDKELRERGEKTNDVLVVLENERFEKKRLENELTVLKTKH
TTAQENALVEKLQEEVNKYRTLLKCSVCHDRQKEVAITKCLHLFCNPCIQRNLEIRHRKCPGCGVGFGAGDVRHVYL   
>Smol_XP_002986972                                                              
AEAILVGCLTVNVVGLRYYHGTVTNGEMVQLVREPTNPYDSNAIRVLNIRGDQVGHVEKNKAMHLAPLVDQNLAFLEGIV
PSGSKNAYRMPCQVHVFSKPALAAAVVDHLDYFGERLSGGLLEEGAHEGGGGGRASSKTSKRKVLAGAASSAPKKPSIDD
IFEDLALDCKKRQAMEPDSSIVKSELMQHQKEALAWMIQRENSSALPPFWEIQPPKGSNATTMYMNTLTNFTCDKRPEPL
RGGILADDMGLGKTLAVLALVATNRPGAVLPPVVDIAEELEELEEQPAAKKSKTTERSKGRDKKASDSGSDDHPPPPCVP
KAGGPLATLVVCPLSVLSNWIGQLEDHTRAGSLNVCVFHGPDRIKNAKKLASHDLVFTTYNMLASEWNDRNSALRKVQWL
RLVLDEAHLVKNPKAQQTKCAISLNADRRWAVTGTPIQNNAKDLFSLMQFLHFEPLSERTFWNRTIQRPLTSGQPAGFAR
LQGLMSAISLRRTKEARVNGKKLVDLPPKIVTVFPVDLTPNDRAIYDKMERDGKDIILKYIANGTMTKNYAIVLQIILRL
RQLCDHSSMCPGSMDSFVFLSCAGQIASPELLQKMLAMIGDDFDCPICLSPPVTAIITRCAHVFCRRCIEKTLERDKRQC
PMCRGDLTISDIYTSNVGEEQEEAGNDGDGGGGGSSAKITALLSILDKTRAKDPSIKTVVFSQFSSMLKLAEAPLTQAGY
KFVKLQGGMSAKKRDEAMEAFKSTSKDSPTVFLLSLKAAGVGLNLVSASNVVMLDPWWNPAAEEQAMDRVHRLGQTRDVH
VFRLVATDSIEERLLQMQEKKRAYAQIALGKEASEERRKQCIQEVRLLM                               
>Smol_XP_002985684                                                              
LECPVCLEFFNDGSHTPRLLCCGHTVCQLCVERLVVSSSLPRFRCPECRALSKWRGIHHFPKNYILL             
>Smol_XP_002983224                                                              
MLMQVGGEGDRPTFFEMVAAQQLPESLRAALMYSLGVIAQRRPIVHRVLDYSDEFFAFLMLILEAHNVRTADASFAEALY
GLRRQPVEIVTDVTQKKSSLPSRAGLTRAQKSLSIFFLVGLPYIKAKLQGAYTAQRGSALQTALWGSSSAPVEEVVPHNN
RSIFQRWKLNLVAVLTYSFPWIHATHEGLSFAYQLLYLLEATRFYSPALYLTGVYVRRASGQELLDGTKHIQERRNHDYE
RIRGPASLKAVQRGLLKSLYTFLDYAQTGLIAGVFLFKMMEWWYQSAEERVMAPTIYPPPPPPPPPKVAPNGIPLPESVR
TCPLCLQRRTNPAMAAVSGYVFCYPCIYKYISQYKRCPVTLIPADIEHIRRLYKDA                        
>Smol_XP_002983022                                                              
MATEEATTATNCTFFKKPPKNRNLRKRPQEEEAAGDGAGSGSDEEKSAVVHKPKAPRKGGFTTGVAQRSGADEAAAAGAG
STSKNTFFYESSKEIQAQDSYATAALETETEFDKDARALREKVLQAAAKRIKSSSDPFDATTNKEKGEDKGEKKPAIYKG
LNAYTDHRAGFRRENSIASEKAGGAHGPLRAASNVRMSVRFDYQPDVCKDYKETGYCGYGDSCKYLHDRGDYKSGWQLER
DWEEAQREKKERLMRGIKEMVEGKEEDEEEDDELPFACFICRESFVNPVVTACKHYFCESCALEHYKKNKSCFVCNKPTN
GLFNTAHIILKKLRKP                                                                
>Smol_XP_002982324                                                              
MRRKKRPHKKRARKRSRVCGKRKGKTICKGEMICSDSGLEAIKKRVEVATSNKEDEPTSATAGASACGICFTDDRERGKL
DCCDHFFCFGCIVEWSKLESRCPMCKQRFMTIVRSTHPGQPASRSRTIHVPMRDQVYEPSDEEVRDLSDPYANIVCVQCQ
EIGDEGLLLLCDLCDSAAHTYCVGLGVSVPRGDWFCQCCRASFLGSPNLSITAAPTQEHQPSAHQHAQQQHPLETT    
>Smol_XP_002981502                                                              
MCLLLGYGKSFKESLKALEADIQHANTLALDYPREYDGVCLQMRLSYSPAAHFFLFLFQWADCSLAGALGLLRILIYKVL
RDGTTTMSTYERKASLREFYAYIYPSLQQLPAVLSEAENSKQKSICIERSKKKEEERLALSDIDLEREHECNICMETSEK
IVLPGCGHSMCIQCFRDWNLRAKSCPFCRDSLKRVNSRDLWIVTDNSDLQDMVTFTRDNLQRLYMYIDKLPLLVSDSVLA
AYDAHLK                                                                         
>Smol_XP_002980315                                                              
MLRRSLQSLIVWLRPELSIDFFYGPETRSKSQNEVFDPSSLYRGVQRQRDEPCWSVALEGLLPELRTYQQQAVFWMVQRE
TADPAVEEVVRKRHPLWVLVESLDKEKSFYYNVFNGMVSREPRDCCSYVRGGILADEMGLGKTVEVLACILANRHEGPAM
WEPAVEKLQHRLDDRKNERVECICGDDDAGGMMVQCDHCHVWQHTSCVGYSPPKKKKTRKSKEADEDDNAFACDGCFEVI
ASTEVEGVCGATLIVCPTAILKQWQEEIVRHTKLDAVKVLVYEGVRRGCITLGEKNSCLRKVGAHDLAAADVVITTYDVL
QADLCHDIEEENQQTLRFEKKYHVIATPLTRLKWWRICLDEAQMVESSTAKATEMAMRLHAENKWCVSGTPIQRGLDDLY
GLLRFLQAEPFDNHTWWQQAIKHPYEEGKMGAVDFVHFFFREIMWRSMKIDVIDQLDIPPQEERITWLKFSGVENHFYRQ



QHEQCVKRAREVIEKYSLGDGRPLNHMDASKLMNPLLRLRQACCHPQVGSSGVRSLQASPLPMDEVLEVLIEKAKTEGEE
AQRDLVASLNGLAGLAIIEENIPMAVSIYREALAATEENATNFEVDPLQKVHILHNLEESLRNCKDDALSKIPRTLRDDM
LISQCDELRKKYVSGQYANLAAAQQDFYAAHKEIASAQSHDKSSRWSRWWLDAFAWVQSSSQRSDHLLERIKHGLEDVNR
AGGRNASSLVLRYHDLNGLKFLLSQELDAIHETRDHVLSRLLEVDGGMQNPNPDYVQRAGQCSQCQPRHTGITCVHCAID
LMFQKYANRLFYLTSRAAELDGIVTAEDAFVSQVRSLVKGNKETETNTGRRKGAAVAAVTHRCSETEMVLKILLAYMKAE
TNLEEDEIEAAKKHLEYLEALRSEYAAARRLTTAQQLVLTALDELSMSTTRLCLQGAKAADGNPFGDEGYEIAIRNAELT
NEKFVAVENLSRVKRQLRYLKGLRNKKDEGHNSLEGEICPVCHDGIESGAMVLPCGHLLCGKCLNLIVNRQKAPANGADF
KRIACPTCRQQTYVSNIAYANAEGTSSKIAENLQEEEEDEEKSITVAGSYGTKIEAVVRRILSLKEDDPFVKILVFSTWQ
EVLDLLEHALKSNKLSWVRLKQRRQMGSSILEFKKENVQVMLLPIQHGANGLNLIEAQHVILVEPLLNPAVEAQAINRVH
RIGQRLKTLVHRFILLVLLLNRGSCDYRPTLAYRFLLATEMGAKFQPLPRFYWTKEQIAAIRDLCRDDDLYVKTKYGRKL
RPPPRPRLSREQERFVRADPQAGLDRISGQWVALQHQLGKKPYTAEEQEGNYVGPILGHKQYRRELHLHRGQKQWNVHAV
GDKFLVYETLPPATDTGDDPPVLCGRDKFVIGRPLSVTMDNRATNVSSSWNSFPVWSLPEEGKEGTIALPGNYMVPSSKV
ALPGLVPGKGALVFDALYETVKEGGASWSSEMVEKLDRLKRGITHPHQVCVVLKKIKHDASLSLKLFTWAKTIPGFKHDL
VNYSTMIMILGDDGNYLMAEALFVEIQELGLRLDTFAVNNMIRCYTRVNRIQEALDLYRKMPYFGCHPDNCTFGLLIDWC
GKFGSRKELQRIFLDLRASPRNADAQTFNTMIHNFCKQRDFANAREAANQMKAWGIPFSSATYAILIHMYAKARDSKAAA
ELYADYLRSGLEPNLIVYNNVILSYGSSGFPGHAQNILGDIRKAGLAPDRFTYCTLISSWARAGAMLQARRWFNKACKTK
AGPSIEMCNALIDGYLKAREVEPAKFILTKVMPERGVEPTLQTYTILLGHYTSSVKVADSRAVREMMKSSSKPAAAAAGR
GGGDDHPGVDEFLNEILQGLRAIKELKSYSREFFRKLRMDKPPRWGRWLADALVNHLHCFGYAREAFYVWEGVSSTELYP
RGIWEDWQGAWFIWLQDMSSGTAMVALTSGLIVSRRKLARGFERPERVIIVCGYASDKSKEVTHAVNRTLVALDSPFEPF
ISMGRFMCEGNLFRDWLWEKQVAIELTMDA                                                  
>Smol_XP_002980183                                                              
LTKSESMLSLIDDEDACPTCLDVYTPENPKINTECGHHYHLACILEWMERSKHCPVCDKV                    
>Smol_XP_002979128                                                              
MAVDFSAAADEEDAINEPILVGSLMAEVRGLAHHRGKLSSDGLAQLVRDPTNRFDTNAFRVINERGEQVGYIQKEKAKSL
APLVDKGLAQLQCIGAGNGSSNRVSCEVFVFSLPAMVDAVRDHLEYYGEQLRSPYDPPVDNVDDGRGGGGSDQRAPSIDD
IFESMTAGAKIRQRMEADNSVIKSSLMQHQKEALAWMVQRENSSALPPFWEKKGTTMYTNTLTNVTSAKRPESLRGGILA
DDMGLGKTLTVLALIATNKPGAVLPPIEDIKEPEQSQGGEPASKKLKTSDDKGKAKTAAPVPVSNDGPPCVPAADGPRGT
LVICPLSVLSNWESQLKDHTYPAGLKVHKYHGPNRTANARTLADYDIVFTTYNMLTERNSPLKKVHWLRLVLDEAHIIKN
PRAQQTKSAVALNADRRWAVTGTPIQNSAKDLLSLMQFLHFEPLNEQSFWTKTIQKPLTSGEPVGFARLQGLMSSISLRR
TKETKVNGKKLVDLPPKIITVFPVDLSPEDRSLYDKMEKDGRNMIRRFLDNGTVTKNYAVVLQMILRLRQICDHTSMCPA
EIVNMSTSSDTDTQAASPELLKKMLATLGDDFDCPICLAPPSGAVITSCAHVFCRRCLEKVLEDEDKQCPMCHEELSEDD
IFSSGKPDEEEDEELSNKNDVEDDDDKIDVKGVKPSAKINALISMLEKTRAKDPNIKSVVFSQFSTMLKLIEGPLQKAGF
KFVKLEGGMSASKREENMEAFKSTRSGSPTVFLLSLKAAGVGLNLVTASNVFMMDPWWNPAVEEQAMDRVHRLGQTRDVH
VFRLIATDSIEERLLQVQEKKRAYAQIALGKEASEQRKKKCVEEVKLLMKC                             
>Smol_XP_002978733                                                              
MELACENGRCLVCKREPPEQEILPCASCGCLWHLQCLKTPKTLGDVRPDWECPDCEYDPASSGKPPPSGGGGDKALVTKI
REINADNTLSDVQKAAKRQKLLSNGAVPAGSQEDRDELICIFCQGPLDRPVTTPCGHNFCLRCLQKWFAQGHKKCGKCRV
DFHRSFIQQPKINPVLVQAIRMAKTAASGVSSSASKSVQFIQNKHRPDKAFKSERAKKSGLSNASSGRIFVTVGKYHFGA
IPAENDPERNLGVLVGETWADRMECRQWGAHSPHVAGIAGQSDRGAQSVVMSGGYEDDEDHGEWFLYTGSGGRDLSGNKR
TNDQSFDQVFSKSNRALSVSCLKGYPVRVVRSSKDVRSAYAPQEGLRYDGLYRIERCWRKIGLKGFLVCRYLFVRCDNEP
APWTSEDYGDRPRPLPEIAELKNATDVKERKTERPAWDWKEDENVWGWTKAPPSYNPSSARRKSVSSKEKELKTSTYLLK
SLRTHDNVLSVGFGCGLCKNVLQRPLCAPCGHNFCQSCLIGHFAGHKDVRERGNGRRSLRVRKNQKLCPQCNKDIADFLE
APAVSRLLSE                                                                      
>Smol_XP_002978526                                                              
MSFSSEQQQQQQQQQGPRLLADKDFQCPICIQTMKDAFLTACGHSFCYMCIITHLNNKKNCPCCGVYLTSSQLYPNFLLN
KILKKVATSQISCASPTEQLRFALQQGVDVPLKEIDSLLVLLSDKKRKAEHEEAEVNMEVLLEFLQRSRQQKMEELSEIQ
GDLQSLREDISTVEIQRQELLKSRQTSSLKWRFLLDCPALDCPAQENPYNRPAVPLHRVGQAGAALLGGEQRKATRGPLV
KKNGGTSNGTSDFEPLPCKTAKKKRMLNQFEDLQDCYLNKRRRDRQMKKFEAIVKKEKDEEACGGFNQPSGLEDFRSILA
GFTRYSRLELVAELRHGDLFHSSNIVSSIEFDRDDELFATAGVSRRIKIFEFATVVNELADVHCPVAEMSTRSKLSCLSW
NKYIKGQIASSDYEGTVTVWDVNSCQSVMEYEEHERRAWSVDFSRTDPTMLVSGSDDGKVVKLWCTRQETSVLNIDMKAN
ICCVKYNPGSSNFVAVGSADHHIHYYDLRNSKSPLHVFSGHRKAVSYVKFVSPNELASASTDSTLRLWDVQKSSQIRSLT
GHANEKNFVGLTVNSEYIACGSETNEVVVYHKEVPKPAARHRFTNHDSEESDDDVFHFISAVCWKSDSPTMLAANSQGTI
KVLVLAP                                                                         
>Smol_XP_002977944                                                              
EEEAEAILVGCLTVNVVGLRYYHGTVTNGEMVQLVREPTNPYDSNAIRVLNIRGDQVGHVEKNKAMHLAPLVDQNLAFLE
GIVPSGSKNAYRMPCQVHVFSKPALAPAVVDHLDYFGERLSGGLLEEGAHEGGGGGRASSKTSKRKVLAGAASSAPKKPS
IDDIFEDLALDCKKRQAMEPDSSIVKSELMQHQKEALAWMIQRENSSALPPFWEIQPPKGSNTTTMYMNTLTNFTCDKRP
EPLRGGILADDMGLGKTLAVLALVATNRPGAVLPPVVDIAEELEELEEQPAAKKRKTTERSKGRDKKASDSGSDDHPPPP
CVPKAGGPLATLVVCPLSVLSNWIGQLEDHTRAGSLNVCVFHGPDRIKNAKKLASHDLVFTTYNMLASEWNDRNSALRKV
HWLRLVLDEAHLVKNPKAQQTKCAISLNADRRWAVTGTPIQNNAKDLFSLMQFLHFEPLSERTFWNRTIQRPLTSGQPAG
FARSQGLMSAISLRRTKETRVNGKKLVDLPPKIVTVFPVDLTPNDRAIYDKMERDGKDIILKYIANGTMTKNYAIVLQII
LRLRQLCDHSSMCPGSMDVLAALGAENQGQIASPELLQKMLAMIGDDFDCPICLSPPVTAIITRCAHVFCRRCIEKTLER



DKRQCPMCRGDLTISDIYTSNVGKEQEEAGNDGDGGGGGSSAKITALLSILDKTRAKDPSIKTVVFSQFSSMLKLAEAPL
TQAGYKFVKLQGGMSAKKRDEAMEAFKSRSKDSPTVFLLSLKAAGVGLNLVSASNVVMLDPWWNPAAEEQAMDRVHRLGQ
TRDVHVFRLVATDSIEERLLQMQEKKRAYAQIALG                                             
>Smol_XP_002976418                                                              
MLQYQNQQLAQKLDAQRSEIHALEDKFNQLKSKQTSFDETLISVNRCWKELVDDLELLAVNAHPDGTTELPADKCRSVAD
KPDTSSVIPEETFLQRLVRSSASTEGDTLDAALNSRRASTVKTMSYIVQVIQSQRAKHDELTSMLKNQLSSDVAGKALQK
AHDDLLVETQSLRTAMEALHLKHKEISSAMTAMEDSRLKDRAEIGRLTGKLLEDTLAELDTSRRKLAAALRNQKDLPPGP
PTPGAVTKEPGEKGGVYKTSKDIRDLEELLERTKALSECRLVDLQEAHQKNLNLAEQLRRLQDSHIDEQRVISSRPYLLL
QDQLKFFKAELDRCQANAERFQAERDSALRHEKEVSLKAEAGEAARRDVAVAESRITALEAKLQQCMADRDDLQLRVEEL
NQLSGRKDTVAELKLMISTLHKEMGMMQLQLNKYKDAAHEVCSLRADSHSMAAVLERKKFEFKNLSKKLADQAIEADVFK
EEIRVLKESEQELKLILDMYEKESIESRDILEIQQSECRARAQIQRLQEALDEHSLELRVKTANEAEAACQQRLAAAEAE
IAELRERLDVSDRDKMELLETIKAKSEEGDAYISEIETIGQAYEDMQTQNQRLLQQISERDDYNTKLVAESLKAKQLQTS
LVAEKQSISGKMQLATSAADLQKQRAARFEEQVRLQLDQLTKAADETRHSNSAVEVARRKLAEAEREVQSLRSALEVSDK
ELRERGEKTNDVLVVLENERFEKKQLENELTVLKTKHTTAQENALVEKLQEEVNKYRTLLKCSVCHDRQKEVAITKCLHL
FCNPCIQRNLEIRHRKCPGCGVGFGAGDVRHVYL                                              
>Smol_XP_002976094                                                              
MVVPVGLRREGSDNNDHGGLFPGSLGSVLHHLEYSQAATTTEKMASRSQQQLPFSKNHPAADHFLRHQHLPLSSWSFSPS
LLDKSRELEQHQHQQVSSSTSMTATGWSPKGCFFQLQPQQQQQQNSSMLLFSPSPPQQQEQQQAFSLHPKSTDHARRGGG
SSKKARSSTVETPAAEPPRAASKEPPLSSSCRRDDSSSSLSSSIHRGGKMTSLGASPKCNVCSHKPNEARVITFCGHLLC
WPCLCCWLHNKSPDKECPVCNRPLTKNHITPLHGRQNSLTVARLQGMLRPEKTTSTPRVHSRGGDGAWSRRHQSRISTAT
TAAASAASATSKSAPAGPRSIVFDATPKVNTSKVEDDSSSSIMRILTGHSSSKFFTPALTPPPATVAAAAAATEVNNWSR
PAEKSCFDRDPPAVPALSSTEAMELASSSSPTVVEEPSSSPTVVEEQYQHGNTGSLCGAISTVSTVVTTDACRDDARLAP
IKVSSPPAAYEGSFAEVAGYEEIRELGVLLSLEWEGAMSAIENAWRDAVSDVLNAGGNTADAMGVVERLSREKETIIHEL
ASEPLKGSNWLASRLEYFTMIASEEIDKRTPVPQEFIPMEIEDWFLDSPDDGQTLFPEFVEQEQAEVADGEYQRK     
>Smol_XP_002974243                                                              
MAPHLERFGRELKCPICLSLFQQAAVLSCTHCFCKPCILTSLKGMPFCPVCKVPATRREVRPSPKMDNVVGIYRDIEAAV
GITPFASQDPNTHGFHKQTKGGDNSPERGKATKRIPSKKRVQAPQMVSSGNAKDKEKSRKRKRKAQVEEKEEEALNPVSL
NDFENFEAELAKEKTWEFGRCEAASSSKLQKTAEHNTAQQELPRQSTPLAPFFWLSSQDDPQITQTHPSPDIAANRPSFS
DLKSSEHQSSEQDMEDVSKGHGADSDPFLWTQRACSPELECNAHDDMMNLIVEDSQELDPYLPIKQFLKGDTDSGKSVIR
RARVDPVKVEVPFDKIPWTEKPHAPVSEGPPKEGDVKPVRSPAKKRNNRISKSPVRQVGNGTVQEREVSPRKSGEVFCAF
CQRAGDCSVCGDLMAYKNGLLFPRNSGAKNVVHKLCAEWAPKVYFIGDENENKLQNLESEIFRARKLKCKSCKRKGAALG
CYWNSCRKSFHYHCAKADSNFKFDTTRFLVLCPVHATGSFSGKRRKSSSETKQKTSRPRGGKAKKAEAQNCPRKYVFCGS
SLDTRDKEQLAKFASATGSLVESSWNHNVTHVLAGPDATGGARRTLKLLRGILEGKWILQPEWLTACLSTGHFVDEAPYE
ARVDVQGRLEEGPKQGRLLANSEAPKLFTLLDFYFTEFEGSLKTDLETLVRAGGGTVLHRQPVSPSPKTTLVIYPQDSKT
QRKAATSIAEATGAVALEHTWILNSVAGYRLQPLRYKLVIKLQGRGNSMKTKVDNIAEVCKALGRSPALVTRFFGCELGV
LSSYSDDTNTAIVNGSHDTEKLAKLLDKFIAKYVLCYECKNPETELKVDKMIRLKCAACGHSSEVDLLKNDEVVRKFYCG
GGGAAKKATKVAKGPSKKNAPVVMAKNGDEDDQEDDDGVEWQTDPSKEAAQERLKEQLSSNLGWLL              
>Smol_XP_002973959                                                              
MPKGETATIADDSDPGKSKSCQEDPSLAPPPRDPPHPSPPLPAVALADLEKDLSCPVCFQTLRDPFLTACGHSFCYSCVS
THLNGRNSCPCCSSYLTTKLMYPNVLLGKVVRELQTLKSLTRGSPTENLRVALQHGAHDMSLKEIDFLLNLLSDRKMKSQ
HREAEENMDYLLEFFHELKRRKQLELDKVKEDMRALKNDLLSLRQERSQLQQQKKSYLTAFSGAKMSASSTSSGISQNSV
AKLLQPTPKRRKAMVLIEQYDLFREIYIDEIRRCQSRGSYGSGLDTFRSVVSGFCRYRYDFSMYLKAFQELTMLQKTTCI
IGNSIRSLDFDPGDEFFVTASVSGYLRVFEFPKAVRWSLVVWNPSLELQTGKKLSCVSWDKFSKSCVATSDYDGIIKIWD
ISACQNTVNYDEHERRIWSVDFSPMEPSRLVSGGDDGKVKLWSKELKTSVLTVEVKANICSVTFNPISSNLVGAGSADHC
IYYYDLRQTKCPLHLFKGHEKAVSYVKFTPSNEMVSASTDGTLRLWSLESWNTVSILQVYRGHTNEKNFVGLSVTSDYIA
CGSETNEVYVYHKVSPVMFQGIPKPALSHLFARKDAADDDTRPFVSAVCWRRSDSHTMLAASSQGEIRALMLAS      
>Smol_XP_002973764                                                              
MELACENGRCLVCKTEPPEQETLPCGSCGCVWHLPCLKAPMTLADVTPGWACPDCSDDPASSSKKPGPSGGENELLRKIR
EINADNSLSDAQKAAQRQMLLSNGAVPAGKEDDEDELICAFCQGSLDRPVTTPCGHNFCLKCLQKWFAQGQKKCGKCRVN
FHQGFIQQPKINPLLVQAIRMAKIGATAPASKAVHVLQNKNRPDKAFKSERAKKAGLANASSGRIFVTVGHYHFGAIPAE
NDPERNQGVLVGETWTDRLECRQWGAHRPHIAGIAGQSDKGAQSVVMSGGYEDDEDHGEWFLYTGSGGRDLSGNKRTNDQ
SFDQVFSKSNKALSVSCLKGYPVRVVRSAKDVRSAYAPQEGLRYDGLYRIERCWRKIGLKGFRVCRYLFVRCDNEPAPWT
SEDYGDRPRPLPEITELKDATDVKERKTQLPSWDWKEDENVWGWIKPPPSFRDVNPSSARKRSVSSKEKELKTSTCSSPL
YLRQCFIEFGCGLCKNVLQRPLCAPCGHNFCQACLAGHFAGHKDVRDRANGRRSLRVRKNQKPCPQCNKDIADFMEAPAV
NNDMDDVIQKLKAAIADLMKTEEEN                                                       
>Smol_XP_002970454                                                              
MSFSSEQQQQQQQQQGPRLLADKDFQCPICIQTMKDAFLTACGHSFCYMCIITHLNNKKNCPCCGVYLTSSQLYPNFLLN
KILKKVATSQISCASPTEQLRFALQQGVDVPLKEIDSLLVLLSDKKRKAEHEEAEVNMEVLLEFLQRSRQQKMEELSEIQ
GDLQSLREDISAVEIQRQELLKSRQTSSLKWRFLLDCPALDCAAQENPYNRPAVPLHRVGQAGAALLGGEQRKATRGPLV
KKNGGISNGTSDFEPLPCKTAKKKRMLNQFEDLQDCYLNKRRRDRQMKKLEAIVKKEKDEEGCGGFNQPSGLEDFRSILA
GFTRYSRLELVAELRHGDLFHSSNIVSSIEFDRDDELFATAGVSRRIKIFEFATVVNELADVHCPVAEMSTRSKLSCLSW
NKYIKGQIASSDYEGTVTVWDVNSCQSVMEYEEHERRAWSVDFSRTDPTMLVSGSDDGKVKLWCTRQETSVLNIDMKANI



CCVKYNPGSSNFVAVGSADHHIHYYDLRNSKSPLHVFSGHRKAVSYVKFVSPNELASASTDSTLRLWDVQKSSQIRSLTG
HANEKNFVGLTVNSEYIACGSETNEVVVYHKEVPKPAARHRFTNHDSEESDDDVFHFISAVCWKSDSPTMLAANSQGTIK
VLVLAP                                                                          
>Smol_XP_002969583                                                              
MKFGKRYTEYVEKEGRRLLEGCSYVEFKRHKKLLKRCGRQELLKAPSAGDPSSLACNCPVACPVCDGNFFPNLLKEISAV
VGCFNSRAQQLLEFHLSSKFQRMLLRMRHNFGGDHGAMIYQGRNLVNYASMNAIAIRKILKKYDKVHCSVAGRAFRTRLQ
AMQVELLQSPWLIELSALYINLKDKKDGQKGENGETSSGENLSFPEGLSHCSCEFGDSKATLQCTLVDSQTFEVDLTCSI
CLETLFDPVALGCGHLFCNTCACSAASIPTIQGVKSATKESKCPLCRQPGVYLTAVLLTELNLMIRNRCRDYWDERLKKE
RVERVQQVKEHWENQMKVVLGM                                                          
>Smol_XP_002969105                                                              
MPKGETATIADDSDPGKSKSCQEDPSLAPPPRDPPHPSPPLPAVALADLEKDLSCPVCFQTLRDPFLTACGHSFCYSCVS
THLNGRSSCPCCSSYLTTKLMYPNVLLGKVVRELQTLKSLTRGSPTENLRVALQHGAHDMSLKEIDFLLNLLSDRKMKAQ
HREAEENMDYLLEFFHELKRRKQLELDKVKEDMRALKNDLLSLRQERSQLQQQKKSYLTAFSGAKMSASSTSSGISQNSV
AKLLQPTPKRRKAMVLIEQYDLFREIYIDEIRRCQSRGSYGSGLDTFRSVVSGFCRYSLDFDPGDEFFVTASVSGYLRVF
EFPKAVRWSLVVWNPSLEIQTGKKLSCVSWDKFSKSCVATSDYDGIIKIWDISACQNTVNYDEHERRIWSVDFSPMEPSR
LVSGGDDGKVKLWSKELKTSVLTVEVKANICSVTFNPISSNLVGAGSADHCIYYYDLRQTKCPLHLFKGHEKAVSYVKFT
PSNEMVSASTDGTLRLWSLESWNTLQVYRGHTNEKNFVGLSVTSDYIACGSETNEVYVYHKGIPKPALSHLFARKDAADD
DTRPFVSAVCWRRSDSHTMLAASSQGEIRALMLAS                                             
>Smol_XP_002964689                                                              
MESERRLCGICDAIVVERGLLDCCDHMFCFSCIEDWATVTNLCPMCKAQFKFLTFLATLMLRNVKNDEAIQGRNENSFVE
TRVAEEAFSYFIDEEAIACLDGDDCKLRMQALQTAFVDTSVACDKCDRWYHACCVGFDPGKPNERTWLCPRCALPNEAVA
DEQKETVTEKSAKHEEVAASMSFAFMETGESAIVISMVGGKEGNAQAEPSSLPPSSSLPEPQEHTSLDKLLEDLGKQNAS
VHNDEEGQELEEFEEEQEFKHDEKDVEEEFGNFGEEQQLEDFGFEDAEEEQELDFVEEQQQGQEVEPQVSIDREDVGQEL
AGPATDFVPSETLQNVTSEADVEMKIEELVSDDDSDVKLRHQVVKGRAVAEDSSEKQNQTDGKGVRTRIIMRRDVDDQSL
AEKIRRQVVEAAGGDGAQVSNENLLAAYKAAIVKRDGPKQKKAVDTARKNLKRKLYGGIRGRQVYDRDWDVAFWRDKVLG
DKRRKPEQEEAENTESTPQQPDSILDRLCFADCSLLPKKEGFRPPPVTEDKPRPKPTLHQASKTLEVKTEVPADGNAEKD
KKQWALELLARKNKQQVRSTHDTLKGNFVHLPKLPIDMRPSIEPNPRSKIPSAVRQIQLNRLTDHYLKKVKIGRNQASED
AVNAALSKEAEIFLRSNSKGVYVNLCARALAQGDAPPAKANVETNKDVVAEALVAAGLVSDSPPGSPLPQEEAAAQPAAQ
PAADVIEAPEAQEPSRGTEVLTNPGSGKQGITALLEHLRKEEEPELPGLEPVCTPSESKQEQADVKSESLHVPEGGSNAA
DESDSNATDATVSAKQEDTTALTNEETVKEKEEEKQKPCKVADSEKDIEKTVDHKEGVKNQENAKVEAIKPEQDPTATKA
HVDRRTDRSSRKHPRDPARPDRHAARKKEKVGPEDPMSDEKFSELDSRIDRVRNSIAQQFGENSDIAQQIRESSGSQAPK
PRKPTPDHPRKHQRSSPSVQEQVEMYVKEHIRPLYKSGVIMAEQYQWTVSKTTAKVMQHHKDAPSAEFLISEGGRVKKLA
EQYLQSMAASLIACVPVTIPRQCSGFGSSSSSLAASPRNCSVRCRASSENGSHFAQFLNLDAFDNALQVFRDESKGIVCY
RTPTGEITCEGIDEGPHFEPAADNQKGLFLSQLLFVKGAEEPLVNIMGRYQSPLVKHDLSRLEDPESRHIALTSLKNCVK
QLEAECLPFFLDQISEAHHDISRPYVISLYEDIARTHQTLLVPYIPRIMEALITALSESGSSLHVHRACAKVVAALAKFC
IDLERLTHQAKEVLRLLCEPLLCVLVGKFEPVSAGAAVSLQALVEFENWIHAPKELVNEVCFRVTAAMSGKSAPTVAHLH
LACAVAKVNREVFESYGLELMNAAKYILQTAGSWTLRVAAAELLNLVLSMVDGIVLSTEIASVIDVLERYRLDRMPKVRS
AVAEALRTAKSCYYNGGRATTKMIFSVGVETKRRQELHDAGIRSILLPSFHNEFGKRDAGLRRAVAPKFDRGGGGGEEVG
GYDFVIVEDYGEPCQQYGRRSGKGAGRRFGNRAGKVKSEPRVRHTVSAEPGGYVIQEWIKVDDHERFPHPHCGVLAGIDE
GEEYEEEPTYVRESMYNKQFYSPSSERHVVIFDEDQVVTDTCKRLIENSEAPSTFTGLSAPEPVPSTSEPGSIEHPSSSN
LIQDSEQEEWSVRDNPIAAKSDEGRSPYERSITPPARLDAARSPEAQEVIISNAVVEEIFEPTPLRCDEEQILQQEVAAL
AGIGDTRNKENRDSAELNDCSLNSPEQTELKSENVTEEMVDTFRRSWEVLETNDKHEVSMGVVEDDKVVTKVYSSRKQQL
VNALTASFTGGLWQEHHQREGWHRKLQSGVERVLGGSVCAALAIPAAMALIKCLEPNFGGREMVPT              
>Smol_XP_002963699                                                              
DGGSGSYDCNICLELAQDPVVTHCGHLFCWPCLYRWLASRSSCTECPVCKSAVEEAKVIPIYGRGKGTSDPRKKGVENIP
NRPPGQRTDLPHQHRQNSHSGGGAFQQMGFSFFTGPSATTQFGNVTL                                 
>Smol_XP_002963440                                                              
MSDEKSEDLRDFGEVFVQDLEEHRIVVDSGASSSGNVHGIFASDDTGRPELEDLETMMLRKLLEQDKTEAASAIADDKIS
QNKQEQDDEILALEAIYEGSFKHLSKESDGDLRCFMIEVTLEAFESIEISMERPLPSSGATNRHSFTLQYLPPIHLACLL
PSTYPSHSRPPFVLHAQWLSADRLIRLSDKLLEIWEDQKGEVVVYPWTEFLHSQALSAIEAFEKLELVQQPLELHDPRVI
SGCNSLDEDALSLLRYNEEMQLSTFLSSIHLCTICFEESTGREFIKFPCQHAYCRKCMQQYMSVHVTDGSINSLKCPDCK
GGIPPSALKELLSEEDFERWEKLCLQKTLDAMSDIVYCPRCGAACIEEGDHDAQCSRCFFSFCSLCRAARHDRGSLSEDQ
RKREENLVNELKNLDFVKKDAKPCPTCGMAISKSAGCNKMTCSNCGQYFCFKCGKRIDGYLHFSNSCTLFDDDDRGENAQ
LWQLVQQQEQRQQQRQEAIRFGKPCPSCGQPNVKVGNNNHIFCMSCQNHYCGQCHKLVRKSSEHFGPNKCKQHSVEPR  
>Smol_XP_002963011                                                              
MLRRSLQSLIVWLRPELSIGFFYGPETRSKSQNEVFDPSSLYRGVQRQRDEPCWSVALEGLLPELRTYQQQAVFWMVQRE
TADPAVEEVMRKRHPLWVLVESLDKEKSFYYNVFNGMVSREPRDCCSYVRGGILADEMGLGKTVEVLACILANRHEGPAM
WESAVEKLQQRLDERKNERVECICGDDDAGGMMVQCDHCHVWQHTSCVGYSPPKKKKARKSKGADEDDDAFACDGCFEVI
ASTEVEGVCGATLIVCPTAILKQWQEEIVRHTKLDAVKVLVYEGVKRGCITLGEKNSGLRKVGAHDLAAADVVITTYDVL
RADLSHDIEEENQQTLRFEKKYHVIATPLTRLKWWRICLDEAQMVESSTAKATEMAMRLHAENKWCVSGTPIQRGLDDLY
GLLRFLQAEPFDNHTWWQQAIKHPYEKGKMGAVNFAHSFFREIMWRSMKIDVIDQLDIPPQEERITWLKFSGVENHFYRQ
QHEQCVKRAREVIEKYSLGDGRPLNHMDASKLMNPLLRLRQACCHPQVGSSGVRSLQASPLPMDEVLEVLIEKAKTEGEE



AQRGLVASLNGLAALAIIEENIPMAVSIYREALASTEENATNFEVDPLQKVHILHNLEESLRNCKDDALSKIPRTLRDDM
LISQCDELRKKYVSGQYANLAAAQQDFHAAHKEIASAQSDDKSSRWSRWWLDAFAWVQSSSKRSDHLLERIKHGLEDVNR
AGGRNASSLILRYHDLNGLKFLLSQELDALHETRDHVLSRLLEVDGGMQNPNPDYVQRAGQCSQCQPRHTGITCVHCAID
LMFQKYANRLFYLTSRAAELDGIVTAEDAFVSQVRSLVKGNTETETNTGRRKGAAVAAVTHRCSETEMVLKILLAYMKAE
TNFEDEIEAAKKHLEYLEALRSEYAAARRLTTAQQLVLTALDELSMSTTRLCLQGAKAADGNPFGDEGYEIAIRNAELTN
EKFVAVENLSRVKRQLRYLKGLRNKKDEGHNSLEGEICPVCHDALESGAMVLPCGHLLCGKCLNLIVNRQKAPANGADFK
RIACPTCRQQTYVSNIAYANAEGASSKIAENLQEEEEDEEKSITVAGSYGTKIEAVVRRILSLKEDDPFVKILVFSTWQE
VLDLLEHALKSNKLSWVRLKQRRQMGSSILEFKKENIQVMLLPIQHGANGLNLIEAQHVILVEPLLNPAVEAQAINRVHR
IGQRLKTLVHRFIIRNTVEENIYKMSQQKTNLLPMKQKEQPLSANDMNSLLAWDEPKENTATSNTPSGQRLPIDSLEGTF
FNRKMSFLIKPLPRFYWTKEQIAAIRDLCRDDDLYVKTKYGRKLRPPPRPRLSREQERFVRADPQAGLDRISGQWVALQH
QLGKKPYIAEEQEGNYVGPILGHKQYRRELHLHRGQKQWNVHAVGDKFLVYETLPPATDTGDDPPVLCGRDKFVIGRPLS
VTMDNRATNVSSSWNSFPVWSLPEEGKEGTIALPGNYMVPSSKVALPGLVPGKGALVFDALYETVKEGGASWSSEMVEKL
DRLKRGITHPHQVCVVLKKIKHDASLSLKLFTWAKTIPGFKHDLVNYSTMIMILGDDGNYLMAEALFVEIQELGLRLDTF
AVNNMIRCYTRVNRIQEALDLYRKMPYFGCHPDNCTFGLLIDWCGKFGSRKELQRIFLDLRASPRNADAQTFNTMIHNFC
KQRDFANAREAANQMKAWGIPFSSATYAILIHMYAKARDSKAAAELYADYLRSGLEPNLIVYNNVILSYGSSGFPGHAQN
ILGDIRKAGLAPDRFTYCTLISSWARAGAMLQARRWFNKACKTKAGPSIEMCNALIDGYLKAREVEPAKFILTKVMPERG
VEPTLQTYTILLGHYTSSVKVADSRAVREMMKSSSKPAAAAGGGGGGDDHPGVDEFLNEILQGLRAIKELKSYSREFFRK
LRTDKPPRWGRWLADALVNHLHCFGYAREAFYVWEGVSSTELYPRGIWEDWQGAWFIWLQDMSSGTAMVALTSGLIVSRR
KLARGFERPERVIIVCGYASDKSKEVTHAVNRTLVALDSPFEPFISMGRFMCEGNLFRDWLWEKQVAIELTMDA      
>Smol_XP_002962609                                                              
MYTLGKPQSLCLLVTSHRTRFPWYSSEHVDTTTLTASSSYLHETRDHKYANRRFYLTSRAAELDGIVAAEDAFVSQVTHR
CSETEMVLKILLAYMKAETSKPQRSISSTLNEYAAARRLTTAQQLVLTALDELSMSTTRLCLQGAKAADGNPFGDEGYEI
AIRNAELTNEKFVAVENLSRVKRQLRYLKGVRNKKDEGHNSLEGETCPVCHDSLESGAMVLPCGHLLCGKCLNLIVDCHK
APAIGADFKRIACPTRQQTYVSNIAYANAEAASSKIAENLQEEEEDEETSITVAGSYGTKIEAVVRRIFSLKEDDPFVKI
FVFSTWQEVLDLLEHALKSTSSAGQMGSSILEFKKENIQVMLLPIQHGANGLNLIEAQHVILVEPLLNPAVEAQAINRVH
RIGQRLKTLVHRFIICNTVEENIYKMSQQKTNLLPMKQKEQPLSANDMNSLLAWDEPKENTPTASEMGAKFQPLPRFYWT
KEQIAAIRDLCRDDDLYVKTKYGRKMRPPPLPRLSREQERFVRADPQAGLDRISGQWVALQHQLGKQPYTPEEQEGNYVG
SILGHKQYRRELHLHRGQKQWNVHAVGDRSTLAWLPSKASNSEPLSRLTFDGSDPFKMYSFDLNKLTAQIYTVNGEDKIG
EEENCEKIFQALVCTPNELVLVLRGHASKLLEMKKVVVIGCSDVVGLPRVLLQRHNATVTIYAHAKTRNANLVRRNWIKP
GLVVIDMRMSQVKEDHVLGMSLNATSAEAAYPLEELVKAA                                        
>Smol_XP_002962423                                                              
MVANILTKPLDKSTFQGLRKMLGMEPDKYPPILQHSTIGVLPKRLVIAIFHLSMVENHTLQRSKPSFTIGNDPGTISNPG
LLEFKLGDIPCLPGSIVSAVGRSYGDQDMADSDAPWPLLRHDAPAIACSLAAEIESNTCPICFELMKSPTYSPILLYPCG
HTFCAKVCTNRIINGDLLVPRLGQCLEIHTVTNRKKTCPYCRQRIVSQALNLSLQKLINNFVALQKNPAPAHQSFDHGAQ
SQYGEKLRQAETRSRILQCALANSVEAKAKLARDIADAQRKVVQLESREQETKVRLEKVNLEYHRVLSEIRENQDNLATL
QKYQDEETAKVNLIQETLKNLRKEYLLMEDAVAPQAQASPPLPPQVLVLIKEESLTASPHHENERRPKESAESSSPVVVI
ITVQEQQPSCSYDSSKPQEIATAASSAQQQQHHELVCRVCQLGSPEVRGELMELACVCKDDLAVAHRRCAEAWFQIRGNR
RCEICGKIVTNITLKRGMWSRVTRIINPERKKLFTWNADDSTLQVSGNREKGERTNWDTQPSKNARDVIE          
>Smol_XP_002960589                                                              
ITVYLSEIRKEMQCPICLGIIRKTRTVMECLHRFCRECIDKSMRLGNNECPACRTHCASRRSLRDDPNFDSLIAALY   
>Smol_XP_002960089                                                              
MPSFVVVAGADVEMAEGNGISARIDLNLHLAPPATADFLRLGPGIEEEERQQQQQPREGGQNQGGNLQRRILPRFGPGIH
GVFLDLHPDSDSEARIRPAVEHSMRPPIRHHRFRRYSTRGPSLVSVAGLEERSRRLFHDSRSPQQQQQQPQQDTSKDKAP
AKESEDDSSKDETGVVKRGGNENFECNVCLDMAVEPVVTVCGHLFCWSCLHQWLYVHSENEECPVCKGSVGENSIIPIYG
RGSSSSARQELSVQDDEARVPPRPHARRVDSLRQRVEAETTAVPVEDRDAEQDRINLNEMLRMSRVVRLLHDNMSSRFRR
RMSERREHYRTPSMTTTAASTQPVEFTVGEFEARAATFQDDYVRQLSASRADTEERVNAIRARLASLVETIESHRRQAAS
MAARFHDTAREAVALTATVGVSAQPSDAVIATAETIERSNSVSSVARPRESEEGSTSGGGDSEVLHSRKRRRLN      
>Smol_XP_002991435                                                              
MNRLRIFSGRRRGLDLMSSPDSVSSSSSKGPGYASTSAAIVILDDDDDVQVCSPRSFAQAVGDENHTEEDLLQLRLGFSG
SKPPRKSRKLQSRARQQQQQPQQQQQQRHRSKRVHPTTIDLTTEDCEVVYERPQKKKMAAPAPPPAKEPSLTCGICFDTM
KNETSTVCGHLFCGSCILSAIQAQKRCPTCRRKLTNSMVHRIYISGNSTG                              
>Smol_XP_002988501                                                              
MASAMAVDFSAAADEEDAINEPILVGSLMAEVRGLAHHRGKLSGDGLAQLVRDPTNRFDTNAFRVINERGEQVGYIQKEK
AKSLAPLVDKGLAQLQCIGAGSGSSNRVSCEVFVFSLPAMVDAVRDHLEYYGEQLRSPYDPPVDNVDDGRGGGGSDQRVA
NGSSSRGGGGSDQRVANGASSSRASTSSSSRASTRRDYRDHHQQHQRPPRDQHHRVDRSLSVAAPPPARRKLMMTPPPPP
PPPPQAPKAPSIDDIFESMTAGAKIRQRMEADNSVIKSSLMQHQKEALAWMVQRENSSALPPFWEKKGTTMYTNTLTNVT
SAKRPESLRGGILADDMGLGKTLTVLALIATNKPGAVLPPIEDIKEPEQSQGGEPASKKLKTSDDKGKAKTAAPVPVSND
GPPCVPAADGPRGTLVICPLSVLSNWESQLKDHTYPAGLKVHKYHGPNRTANARILADYDIVFTTYNMLTERNSPLKKVH
WLRLVLDEAHIIKNPRAQQTKSAVALNADRRWAVTGTPIQNSAKDLLSLMQFLHFEPLNEQSFWTKTIQKPLTSGEPVGF
ARLQGLMSSISLRRTKETKVNGKKLVDLPPKIITVFPVDLSPEDRSLYDKMEKDGRNMIRRFLDNGTVTKNYAVVLQMIL
RLRQICDHTSMCPAEIVNMSTSSDTDTQGAGPKAASPELLKKMLATLGDDFDCPICLAPPSGAVITSCAHVFCRRCLEKA
LEDEDKQCPMCHEELSEDDIFSSGKPDEEEDEELSNKNDVEDDDDKIDVKGVKPSAKINALVSMLEKTRAKDPNIKSVVF



SQFSTMLKLIEGPLQKAGFKFVKLEGGMSASKREENMEAFKSTRSGSPTVFLLSLKAAGVGLNLVTASNVFMMDPWWNPA
VEEQAMDRVHRLGQTRDVHVFRLIATDSIEERLLQVQEKKRAYAQIALGKEASEQRKKKCVEEVKLLMKC          
>Smol_XP_002988331                                                              
MNRLRIFSGRRRGLDLMSSPDSVSSSSLKGPGYASTSAAIVILDDDDDVQVCSPRSFAQAVGDENHTEEDLLQLRLGFSG
SKPPRKSRKLQSRARQQQQQPQQQQQQQQQQRHRSKRVHPTTIDLTAEDCEVVYERPQKKKMAAPAPPPAKEPSLTCGIC
FDTMKNETSTVCGHLFCGSCILSAIQAQKRCPTCRRKLTNSMVHRIYISGNSTG                          
>Smol_XP_002977414                                                              
MSSVPTPASGSTLSNRQFSEDAQSHGTAKLPAAAAAGASCPEHETSKIRALNPLAREFVPVEEGSPSSRSPTKRTSSREE
FPSAPRNFSDHDAAATSSESNSGVKENWVESGMPHKQSQKLQEVTGGLSAALKVPQAGKSSLKMGHEFTSSQHSTQPSSS
RRGQTWNANHLLNFHYDPIVRPSPRPPQRRQHQKVQAYDKELFLQANFRFLVSDFGDYLENSTDPDKMLEWEDIALVELS
SSVAIQCPICLESPPLCPQITSCGHVFCFPCILRYFSDADHKTHVKKCPLCFGMTSPKELRTVYIHNVKEHRLGDNVGFT
LLTRDKGSVIPFKRNESRGSPAYTKDGRCHLYSKFTLTCDVEMTTNNAVSELTAWAERAQSGDDEDIEQLPFVFAAIDEL
KSRKAAWDEHRTLEFISSSPSVRQRIMAQVKAGITKLPGEDFESSSSAGKHHEKQEVLEPSPPKQESVYHINPFTDEREL
VDVDKKPKSKDLHQEDAPEDWESITSPVKTATHKDAKDAKHEETDSYSFYQAADGQLVILHPLTMKCLVHHYGSYTSLPS
RVEGKILEMEAMIQTELLRKRYRYLSHLPLTSTFQLCEVDLSKILPSSSLSPFKDELHAREVRRQRRLKQEKMLKSAGQR
LEEKVVPPSPADYIAIMNALHEDEVPNDSEFVAPSTAPVPASSPPVDERRLFSRVAKLGFASGHDAPDLTNDGLSSNRPP
IQQQSPWNQKQAPAGSSSGGASLSFADAIQRKVEKKTPEAPSRGAARKGKVLLSTGSGRKTRSSDSALLKSLHPDFNYRR
FIKSFRPLRTMVTGTSILKQPQMVYYNSS                                                   
>Smol_XP_002975812                                                              
MELACENGRCLVCKTEPPEQETLPCGSCGCVWHLPCLKAPMTLADVSPGWTCPDCSDDPASNSKKPGPSGGENELLRKIR
EINADTSLSDAQKAAQRQMLLSNGAVPAGKEDDEDELICVFCQGSLDRPVTTPCGHNFCLKCLQKWFAQGQKKCGKCRVS
FHQGFIQQPKINPLLVQAIRMAKIGATAPASKAVHVLQNQNRPDKAFKSERAKKAGLANASSGRIFVTVGHYHFGAIPAE
NDPERNQGVLVGETWTDRLECRQWGAHRPHIAGIAGQSDKGAQSVVMSGGYEDDEDHGEWFLYTGSGGRDLSGNKRTNDQ
SFDQVFSKSNKALSVSCLKGYPVRVVRSAKDVRSAYAPQEGLRYDGLYRIERCWRKIGLKGFRVCRYLFVRCDNEPAPWT
SEDYGDRPRPLPEITELKDATDVKERKTQLPSWDWKEDENVWGWIKPPPSFRDVNPSSARKRSVSSKEKELKTSTCSSPL
YLRQCFIEFGCGLCKNVLQRPLCAPCGHNFCQACLVGHFAGHKDVRDRANGRRSLRVRKNQKPCPQCNKDIADFLEAPAV
NNDMDDVIQKLKAAIADLMKTEEENRDADAEDGDDDDDEAEEAKEADNEVEEAKEAGDEVEEAKEAGDEVEEAKEANVEQ
KDDKLGDRFGRLV                                                                   
>Smol_XP_002974997                                                              
MSPSWVAIRALPNLGDLQRTSCRHSRVHRDASEDPRRFASTLWIGLHTRLLMRHRPNWRLCEKTCRHEAQGRGGWEEAVM
PIAGARLEGKEQAASRSRQPEEFKLKTVTGRCKMDCTDRTARTAECTVRSAECTVRIAECTILTTEWALVFASTVAFEIE
RVMKVMNLWRSRCYYLRANAVEFSYHKYSASSTFMSSVPTPASGSTLSHRQFSEDAQSHGTAKLPAGAAAGASCPEHETS
KIRALNPLAREFVPVEEGSPSSRSPTKRTSSREGFPSAPRNFSDHDAAATSSEANSGVKENWVESGMPHKQSQKLQEVTG
GLSAALKVPQAGKSSLKMGHEFTSSQHSTQPSSSRRGQTWNANHLLNFHYDPIVRPSPRPPQRRQHQKVQAYDKELFLQA
NFRFLVSDFGDYLENSTDPDKMLEWEDIAIVELSSSVAIQCPICLESPPLCPQITSCGHVFCFPCILRYFSDADHKTHVK
KCPLCFGMTSPKELRTVYIHNVKEHRPGDNVGFTLLTRDKGSVIPFKRNESRGSPAYTKDGRCHLYSKFTLTCDVEMTTN
NAVSELTAWAERAQSGDDEDIEQLPFVFAAIDELKSRKAAWDEHRTLEFISSSPSVRQRIMAQVKAGITKLPGEDFESSS
SAGKHHEKQEVLEPSPPKQEGVYHINPFTDERELVDVDKKPKSKDLHQEDAPEDWESITSPVKTATYKDAKDAKHEETDS
YSFYQAADGQLVILHPLTMKCLVHHYGSYTSLPSRVEGKILEMEAMIQTELSRKRYRYLSHLPLTSTFQLCEVDLSKILP
SSSLSPFKDELHAREVRRQRRLKQDKMLKSAGQRLEEKVVPPSPADYIAIMNALHEDEVPNDSEFVAASTAPVPASSPPV
DERRLFSRVAKLGFASGHDAPDLTNDGLSSNRPPIQQQSPWNQKQAPAGSSSGGASLSFADAIQRKVEKKTPEAPSRGAA
RKGKVLLSTGSGRKTDSALLKSLHPDFNYRYNKNKLFSKLKSVTLSKLPTM                             
>Smol_XP_002970854                                                              
MKFGKRYTEYVEKEGRRLLEGCSYVEFKRHKKLLKRCGRQELLKAPSAGDPSCNCPVACPVCDGNFFPNLLKEISAVMGC
FNSRAQQLLEFHLASKFQRMLLRMRHNFGGDHGAMIYQGRNLVNYASMNAIAIRKILKKYDKVHCSVAGRAFRTRLQAMQ
VELLQSPWLIELSALYINLKDKKDGQKGENGETSSGENLSFPEGLSHCSCEFGDSKATLQCTLVDSQTFEVDLTCSICLE
TLFDPVALGCGHLFCNTCACSAASIPTIQGVKSATKESKCPLCRQPGVYLTAVLLTELNLMIRNRCRDYWDERLKKERVE
RVQQVKEHWENQMKVVLGM                                                             
>Smol_XP_002970838                                                              
MKFGKRYTEYVEKEGHLLKGCSCVEFKRHKKTLKHCVRQELLKAPPAGDPSSVACNGPIACPVCDGNFFPNLLKEISAVV
GCFKSCAQQLLEFHLSPKFQRMLLRMRHNFGGDHDTMIHQGRNLVNYASMNAMAIRKILKKYDKVHCSIAGQAFKTRLQS
MHAELLQSPWLIELTALYINLKDEKDGEKGENGLKNLSSPEGLAHCSCECGDSKATLQSTLVDSQAFEADLTCSICLETL
FDPVALGCGHLFCNTCACSAASIPTIQGVKSATKEAKCPLCRQPGVYLSAVFLTELNLMIRNRCMDYWDERLKKERVERV
QQVKEHWENQMKMVLGM                                                               
>Smol_XP_002968283                                                              
MVVPVGLRREGSDNNDHGGLFPGSLGSVLHHLEHSQAATTTEKMASRSQQQLPFSKNHPAADHFLRHQHLPLSSWSFSPS
LLDKSRELEQHQHQHQHQHQQQELHLVSSGTSMTATGWSRKGCFFQLQPQQQQQQNSSMLLFSPSPPQQQEQQQAFSLHP
KSTDHVRRGGGSSKKARSSTVETPAAEPPRAAAKEPPLSSSCRRDDSSSSLSSSIHRGGKMTSLGASPKCNVCSHKPNEA
RVITFCGHLLCWPCLCCWLHNKSPDKECPVCNRPLTKNHITPLHGRQNSLTVARLQGMLRPEKTTSTPRVHSRGGDGAWS
RRHQSRISTATTAAASAASATSKSAPAGPRSIVFDATPKVNTSKAEDDSSSSIMRILTGHSSSNFFTPALTPPPATVAAA
AAAAEVNNWSRPAEKSCFDRDPPAVPALSSSEAMELASSLSPTVVDEPSSSPTVIEEQQYQHGNTGLLCGAISTASTVVT
TDACRDDARLAPIKVSSPPAAYEGSFAEVAGYEEIRELGVLLSLEWEGAMSAIENAWWDAVSDVLNAGGNTADAMGVVER



LSREKETIIHELASEPLKGSNWLASRLEYFTMIASEEIDKRTPVPQEFIPMEIENWFLDSPDDGQTLFPEFVEQEQAEVA
DGEYQRK                                                                         
>Smol_XP_002966883                                                              
WSMVAFSELVASSRRDRLRWMSDGSGEDLVGLAELELAALERIKAAGYASTSVEAFVCGLCSRWLSQRSPLSSHKMVGNL
DPPSVGVLACGHVFHADCLEQATSESERQDPPCPQC                                            
>Smol_XP_002966253                                                              
MRRKKRPHKKRARKRSRVCGKRKGKTICKGEMICSDSGLGAIKKRVEVATSNKEDEPTSATAGASACGICFTDDRERGKL
DCCDHFFCFGCIVEWSKLESRCPMCKQRFMTIVRSTHPGQPASRSRTIHVPMRDQVYEPSDEEVRDLSDPYANIVCVQCQ
EIGDEGLLLLCDLCDSAAHTYCVGLGVSVPRGDWFCQCCRASFLGSPNLSITAAPTQEHQPSAHQHAQQQHPLETT    
>Smol_XP_002965542                                                              
MATEEATAATNCTFFKKPPKNRNLRKRPQEEEAAGDGAGSGSDEEKSAVVHKPKAPRKGGFTTGVAQRSGADEAAAAGAG
STSKNTFFYESSKEIQAQDSYATAALETETEFDKDARALREKVLQAAAKRIKSSSDPFDATTNKEKGEDKGEKKPAIYKG
LNAYTDHRAGFRRENSIASEKAGGAHGPLRAASNVRMSVRFDYQPDVCKDYKETGYCGYGDSCKYLHDRGDYKSGWQLER
DWEEAQREKKERLMRGIKEMVEGKEEDEEEDDELPFACFICRESFVNPVVTACKHYFCESCALEHYKKNKSCFVCNKPTN
GLFNTAHIILKKLRKP                                                                
>Smol_XP_002961339                                                              
MLMQVGGEGDRPTFFEMVAAQQLPESLRAALMYSLGVIAQRRPIVHRVLDYSDEFFAFLMLILEAHNVRTADASFAEALY
GLRRQPVEIVTDVTQKKSSLPSRAGLTRAQKSLSIFFLVGLPYIKAKLQGAYTAQRGSALQTALWGSSSAPVEEVVPHNN
RSIFQRWKLNLVAFLTYSFPWIHATHEGLSFAYQLLYLLEATRFYSPALYLTGVYVRRASGQELLDGTKHIQERRNHDYE
RIRGPASLKAVQRGLLKSLYTFLDYAQTGLIAGVFLFKMMEWWYQSAEERVMAPTIYPPPPPPPPPKVAPNGIPLPESVR
TCPLCLQRRTNPAMAAVSGYVFCYPCIYKYISQYKRCPVTLIPADIEHIRRLYKDA                        
>Php_XP_001784607                                                               
MQCPICLGIIRKTRTVMECLHRFCRECIDKSMRLGNNECPACRTHCASRRSLRDDPNFDALVAAIYPDLDEYEEEELAFF
EDEALVNRQIQANIADTFKRQSEAIARRRTASKATAAAIVRKAHGNFRSVQNRQRGRGRGSRGGRRSRSGVLCELWPRLW
RNCRKLLVAELMFSEGSARYEDDDDFYDDDKADTATSGDDTQSEPEPNPKRRRAKVQTYSSGEENSENESLSAATRDQHE
APASFSGDESPTDSLARESDADASPTNVEGMLKSWAKGTRSSRYGSVSGVPVANGNRSMKSLPRTKELADALLADARADK
EDEFVVHLNLQPLIDGSDDEDTLPSLKRPHLCCPPKMTVHHLCKFLATRLSPPPEADLEILVESKTEQVSIPKPPLRLSK
LSKGKAWASRGDSGKEVMLLSSGHTLESVLCDFWDYHGNLYLQLRGCLVSVRVVYQDVSIFLSNLFAICFLFFKEWLNAT
RVSSLCLLNEEVTIDVEGLIELPNAYPFNEEVVNESFESDDFLAMEFKLRKFSKSFSLKLKQTDSGSLNQTVSNLEK   
>Php_XP_001783895                                                               
LQVEPVTPQYQNQKLAQLLDHQRSEISTLESRCAEFKSKQASYDNTLIAVNRKWNLLVDDLEFLAVRANTPTSGLEVLEP
LSVANERKISAAPPEETFLQRLLETGATESSNNEESSNGSVVEAGLVSRKAKTMKTMKYLLQAIDLQRAKNDKLETSLRD
IVHPHDAGQLLEEKNEDLRTEITTIRGVLEALHLKHNEMLAEIGTARDLKTKDQSKIKCLSGELEETASELELCRRKLAT
LKSQKEAAAVGMPTIASVQLSAKIEGGDRVSGAEKLSREARELEAALEEMKTLASKRLTELQETLQTQLNLSQRMQQMQD
ALLDEQRILSSRPYLVLDDQAQFLKNEVERYRGLTECDSMSRRDKEILLKAEAGEAAHRTGAISDDRAAELETKLQECMA
DRDALQLRLEDALQSAGRKDSVPELQVMKYTLEKEMSMTKAQLRKPKDAACEVELLEAKMPSLREILERKAQALECKNLS
NRCVAQAAELTSLKAKLEGLRQSDQGLQLMLEMYEKESKDPRTILKLQQDHSKTLAQIERLKRALDEHSLELRVKAANEA
ETLYQQRLAAAEAEIAEYHLRLDDSERVVMELKETLKSKDEEGDAYVIVIETFGQAYDEMLTQNSRLLHQITERDDYNTQ
LVAESQKAKQLQSFLEAEKKVLASRVQHAIASADPLKQHVNRLEDQIRSYLEQTGKVMDDSRQHILALEALKHKTVEIEK
QLVSTKAALEAANRRIEGRGQKLVEAQQQLDKERFEKRRVQDELEALNNKVARLRSHHEGGSAIERLQEEIKEYKAILKC
GVCHDHPKEVVITKCFHLFCGHCIQRNLELRHRKCPACGIPFGQSDVRNVYI                            
>Php_XP_001783889                                                               
MADLPCDADGMCMVCKIVPPDCDVLLCSSCVSPWHMRCLNPPVKLVPLGDWDCPDCLLPPPSDMPSIVQKPVAVPEEGNL
VSKIHAIQADSTLTDGEKAKRRQELMSKGLVTNYSAEASSANGDKKSADGNKRNATLEMMDNSLNCIFCLQLAERPVTTP
CGHNFCLKCFQRWVGQGKKTCGKCRAAIPAKMATNPRINSALVMAIRMARSVVNSNSGPSKVYTYRDNDSRPDKCFTTSR
AVKTGKANACSGKIFVTIAPDHFGPITAEYDPTRGQGVLVGECWEDRMECRQWGAHLPHVAGIAGQSDYGSQSVALSGGY
EDDEDHGEWFLYTGSGGRDLSGNKRTNKEQSFDQKFDKMNEALRVSCKHGYPIRVVRSHKEKRSAYAPDAGVRYDGVYRI
EMCWRKKGGHKVCRYLLVRCDNEPAPWTSDEHGDRPRPLPVVKELKSATDVFERKSSPAWAYTEGVGWGWSREPPASRKT
SGGGPSEATQKRKQLSVQQRLLKEFGCNACRKVLDQPISVPCGHNFCKSCLDSVFSSQDSRERKGVSGRTLRTQKVVKRC
PNCKIDISEFLVSPQINRQMEEVIQMLHDTAKDEQGSDGVEDDEGDNDSRSSVLNHDPLVSLWLFRRKGRTTHLGAKFNI
FTLIGTTACVYR                                                                    
>Php_XP_001783752                                                               
MAGSAAGAQVGESCSICLESVTGEAFLDQCFHRFCYHCILQWSEMVMAASLAKTGDPKRVTPLECPLCKTHYTSII    
>Php_XP_001783543                                                               
MVASNCDAGCRLVAIFELCLALPGRSFSVGFAVNGRIQCRTMDEKREEERVVTMIVSGESKTGPTHGRICNPWRLGESDA
RSREPIVEQSFMSSRVRDMTSAPIVVDDEDDDVVVSSPRAFAQAKLIASIESRRSSRHQVLVEEDPLALRLGPGGTSQYS
VRTQSSITQPLRGRRGRPARATIDLTIPSRSPPVIPLVEDCVLLNDNLPKSRKRKNVLIEQSFMQELAPTIQANEPEGRK
FKCAICMDTMKEETSTICGHIFCQSCIQGAINAQKRISKFHRLSEFSHYYNLAFPSEYAGYLKQSIQIEAHGCAQPLALV
ALFGNTGVETLVVH                                                                  
>Php_XP_001781808                                                               
MRQLSLIDATVVESASAFSILLKSKQAMRSAGHNSIIAFHSYMPHFGLDSSSVSHFYCPNNPSRILFTFGRIRLVGSLQI
MYRGLQFEVFKGFSEQERQSETIKIICCNAIMSELLSSMRLAFIKPKLSQHGEELHDQEWHSERIGIDHRRLCLSQWMRL



PFDEEAVEAEAPAPATAVLAIPWSLALSSQCHQPALRTTIAQIAVLFFLAAGGGTGLDPMAPGAAAAITTREETSSVNPS
RLFLVGSTPVHHPATSAVSQQVFLPQNEQLHEISQATELQDIVDLTNATGPSVDVREPVSLEASDNEKVGNQRAVDFVSC
HGATSTFAGNVNDSSSTLAEIFRCFICLGKVVDAQLCPCCSKLVCQSCIKRWLTDQKSECPHCRAPLLLSQLVSCRFISE
ISSEVEKIQGNLGDSSIEKDHRNHTFEKLSVAYGRHKKKIRMEAAGLRKRQKELSALVVSVEKNIDTVLKAKDESAAELQ
MAFKRMQKKLMVGAMQSRLEEQLKCKLLALLAQKGSMTQEAIAPMELLDTILHELDQQLNSIPKSDLIAQEPNMSRMLQI
RFPRINFCGALDLQDIRTRTLSHISCTPIPPEFTSEVVPSYEHGELILKKYKETITLPRSSVFSPGGTPSSSECVFPCIS
PAKIVDDLVGLCSLIRVACNMQNIFDARTGYLNFPIRGSGITWRLKVYPNGSGASLGTHLSVFLEMVDGGNEAVTYEYGI
ELLHQTRPNQRIVRKFSSDYEASLSAWLCILNHHVGACWGYYQFFRIDLLEKEGYLQPDEDTITLRFYVRPLTFQQQCQD
LRRSLAALQVERDESATQGAVLKRQVLRWQVTVIRRAFATALFQRRRRRSNRTVGQVANEKVALAQAVATGTGTTIASNT
LALRKELQVSSIKDLPRTMQDSSGTRAGKSWNLGMLPQCEDRCNSECTIVIHSEDISQAVAADSPVRPNESSLTQHDGPL
GEGHFSELMTHPKRGDIPATTTKHDDDNVRALPMEPTATRKPKDINYQELWTKRGEESFQTPKVRSHKKIRSRKALKVLR
APEALPPFTDLSDTGGLDQQLASVSLERSPSTKKTANPAAPGNGHESSRNEMCEDGADSHQVVQNESTGPTVVSAIDRAL
IDEGMEEKKYLYYTSMSGSSNFCTPDIEDCSNFKQATEDGTDTTPTGLMDDAQKIALVKLEVERVQRLPASSAYAIHRLK
VLNKMLELLSKARSDAEAAELEALFAKFAL                                                  
>Php_XP_001780843                                                               
DSFKCNICFQKANEAVVTCCGHLFCWPCLYRWLHVHSYHKECPVCKGSVAEYNITPIYGRENALAEAGMQDGLGTETTPP
RPVARRVESAR                                                                     
>Php_XP_001779768                                                               
MKDAFLTACGHSFCYKCIMTHLSNKNNCPCCGLYLTNSQIFPNFLLSKFLGKAPTSQLVSNASPAEHLRLALQQGADLPI
EDIDSLMHLLSETKRKAEQEEAETNMEILLEFLDRSRQQRQEEFNLIQGDLQFLREDISIVEKQRQDLVRAKEKYGLIIR
LSGSSSCMPDTLAISQNRCGQDGASVPATLLPTSVQRDQRGRGTSIEPHKKEILAEGVTLNKCQTDSQRLSSSPAVLTMA
KKRRVLAQFEDLQEAYLQHRRKVTQVQGQKQKVQKTVADKSEEVTFAGSDRYCSGLNDFQSVLTAFTRYSRMRVVAELRH
GDLFHSSNIVSSIEFDRDDEFFATAGVSRRIKVFEFATVVNELADVHCPVVEISTRSKLSSLSWNKCIKSHIASSDYEGI
ITVWDINTHQSVMEYEEHEKRAWSVDFSRTDPTMLVSGSDDGKVKLWCTRQESSVLTMDMKANICCVKYNPSSSNYVAIG
SADHHIHYFDVRSPQLPLYVFHGHRKAVSYVKFLSSNELASASTDSTLRLWDVKSNCAIRTLRGHTNEKNFVGLSVNSEY
IGCGSVTNEVFVYHKAMSKPTCSHRFGSLDEESDDDTSHFISAVCWKSESPTMLAANSQGTIKVQVLAP           
>Php_XP_001779385                                                               
EQFQCIICLELVYKPIVHACGHLFCFWCVHRAMGGTHKNLCPLCRRPYMHFPRICEQLHFVLLKVVHDKYLCRAKEVQKE
EIEAGIFSPQLDLPPRSRTSSGDIETVSFLNRSSECGNGCASNSSSSVGDDPRKAPVADEGETDFEGQQLRTKDEDPDTS
LSYLIVTTSDLTCLHCCNLLYRPVVLNCGHMFCEHCVEIDDDNAVSCPSCKAEHPGMFPQVCLELHHYIDRVFPLEYAQR
SLQVAAEERERPSNRPQVPMLAEPEVSTKGSVRRILPGPIHRDVGCDGCGMMPIVGKRFKCQECPETIGFDLCGKCHGSG
CVVGRFNQRHTPDHCMKEVR                                                            
>Php_XP_001778674                                                               
MLQYQNHKLSQQLEVQRNEITVLEGRLKQLHSKQALFDENLSIVSRVWNQVVDDLELLTVRANTTTNGIQVSGSVSKDRN
DASVLPAQTFLQRLLDTGATESSIINGSNGSIESGHSSREATTYKTMKDIVQSIDYERARNEDLVSNFRNGIASNGVNRS
LVKANEELYVEAKKLRGLVDDLHVKHRELSAELGTCRDLQAKDQAELKRLKGELEEACADLESNRRQLAALRSQDAMLSG
PPTPSATPTRKTFEFGEGGAGQVKVSKENCELEAGLEEAKTLAARRLTELEEAMNNQLDVIQKIQHLQDELDDQESIMTS
RQYQSLHEKVQYLRGEVEKHQAMVDELQGERISLLRREKEAILKAEAGDAARRACILSDARADDLELKLQQCMSDCDTLQ
LRVTDAAQASARKESVADLKEVISNLDEDIAMMQGQLYDFKETGSAVHSLRAQLHSLHAKLERKSKESRELSDQHLGQVP
ELNSIQNEIRGLQDSEKELKLILNMYNKESTDPREVRELQQANCRARAEVQRLQLALDEHSLELRVKEANEAEAACQQKL
AAVEAEIAELRQSLEASYRVAHDLKEKLHNKKDEEETYTSEIRNIGQAYDDVHSQNKRLLQEIIERDEYNAQLMSESLKA
KQLQASLQAEKQVLNARMQHANATADLHKQRIARLEEQARMLIHELAKATDESRQQSSAMESAKRKAVEMEKELSSANSA
LAAANQVLEERGQKLLNVKLQLEKERFEKRRVQEELDVLNVKSARLNSLHDGGPMVELLQEELNDYKAILQCSVCHDRNF
QAVITKCYHLFCSPCIQRSLDSRHRKCPGCGVPFGQNDVRTVYI                                    
>Php_XP_001777841                                                               
TALEESSGIGENFECNICFQKANEAVVTCCGHLFCWPCLYRWLHVHSYHKECPVCKGAIAEYSITPIYGREDAIASARMQ
GGLGSERIPPRPAARRIESARQQRER                                                      
>Php_XP_001777562                                                               
MDIAESSSAASAGSGNGRSGSLPSFFFPPAAQPEVMRAAEKDEHYVASLSDAAHEAFRHALGTRLAVAYQNETKLAGRVL
YYLLTTGAGLQTLGEEYCDISQVAVNSKLPATPARRTLLVFYQTVLPYLTERLSARAAARGNALANAEELRGIGFTQEST
SEIGGEDIVLSQRRSIIQIWQSWSQRMSQRYNAALQQWPTILPSVKEALLLVLRAHLMLFYFEGVYYHLAKRFAGIQYIF
MGKPAQQRPRYHMLGMFLLIQLSIVGGDWLRRSVLPALATSMRSRIRDPSAVSSGRQSIAILDVDGTNTFKKEMKSVGDD
WTLAANTGDAEGGGRRKCPLCLSPRQHPTATPCGHVFCWNCVAEWCNEKPECPLCRSPVTHPQLVCLYHTDF        
>Php_XP_001777122                                                               
MGSTEDSDRKRRNFNHSVSPVVMKQSLTPSSEKKKVDAQMLHYQNSKLSQLLEVQRNEINVLEGKLNQLHNKQVSFDENL
SIVSRVWDQVVDDLELLTVRVGPTSNGTHALGSPHDRDNASFRPEQTFLQRLLDRGATDNSTINRSNGSVESGLFSRKAD
IAMTVTYLVQSIDYERARNDELVSSLRNDIASIGVNGSLAKADEELYAEAKKVRGFVEDLHLKHRQLSAELGTCGDFQAK
DQAEVKRLKGELEEVCADLEANRRQLTAFRSQDATLSGSATPSATPTRKMFEVREGDAEQGKFPEENCELETGLEEAKSL
AARSLTELQEAMHNHLDDIRKIQQMQVRFASIFIISFRQYQSLDEQVQYLRTEVEKYRAVVDELQVERVSLVRQEKEVIL
KAEAGDAARRAGAISDARAADLELKLQQCMSDCDTMRLRIEDATRASGVKESVADLKKESTNLHEDMNMIQTQLDDFKET
GSAVHSLRAKLHSLHLILERKTLESRLLSDQYAGQVRELNFIQDEVCLGLRDSEKELKLILDMYDRELSDPREVRELQQA
DCRALAEVKRLQLALDEHNLERRVKDANEAEAACQQKLTAVDAEIAELRQNLDVSYKVAQDLRESLQTKKEEEDTYISEI



DDITQAYIDMQIQNRKLLQEIIERDEYNAQLMSDSLKAKQLQTSLQAEKQVLNARMQHVIARADLHKQHVARIEDQARAF
IHEHGKAIDESRHQSSAMESAKRKAVEMEKELASAKSALAAADKLLEERGQRLLNVNLQLGKESFRFEKRRAQEDLKIVN
MKTARLHSLHDVGSTAERLQEQVNDYRAILQCNVCHDRNFQAIITKCYHLFCMPCIQRNLESKHRKCPGCGIPFGQNDVR
SVYI                                                                            
>Php_XP_001774730                                                               
TAIEESTGIGENFECNICFQKANEAVVTCCGHLFCWPCLYRWLHVHSYHKECPVCKGSLTEYSITPIYGRESALASARMQ
GALGTERIPPRPAARRIEGSRQQRER                                                      
>Php_XP_001774722                                                               
MDLLSLFLQVSPQFSIYHKSPWFLLVSADVDKDFQCPICLQTIEDAFLTSCGHFFCYSCITTHLDIRSNCPSCARYLTSE
QLIPNFLFSKLMKKTAASQLLDSTSSAEQLRLALQQGADLPMKDLNSLLRLIGERKRIHEQEEAECNMEILLDFLHLSHH
RKQEEMQEIQGDLQFLKEDIAMVESRRQEILSAKKKFIKRSHLLTYSPPPSLDTHSGYEKLSDGGALSTWRSGLDGASSP
PSERKLLENPFTESFDGSTGVQTLNKKRRVLAQFEDLQEAYLVRRRQVALNQRCRQMQESGTNSTLKGVKSYQDGLEEFE
SVLTAFSRYSRLRVVAELHRGDLFHNSNIVSSIEFDRDDEFFATAGVSRRIKIFDFATVINELTDVHCPVVEIPTRSKMS
CLSWNKCLKPLIASSDYEGIVTVWDVNTRQSVMEYEEHEKRAWSIDFSRTDPSMLVSGSDDGKMKVWCTRQESSALSLDM
KANICCVKYNPGSSNHIAVGSADHQIHYFDLRNVRKPLNVFKGHRKAVSYVKFISPTELASASTDSTLRLWDVQRDSSIR
TLRGHTNEKNFVGLTVNNEYIACGSESNEVVVYHKAIPRPAACHGFGSQNPEGSDDDGSHFISAVCWKSEGPTMLAANSQ
GTVKVLVLAP                                                                      
>Php_XP_001773606                                                               
MKHGEDGGSSRVQDDGDPHPVGGEETSAAGSSDQGGSFDCNICLELAQDPVVTLCGHLFCWPCLYRWLQMHSICQECPVC
KGSVEEDKVIPLYGRGKVNCVDPRTKAVPGLNIPHRPVGQRPETARHAEHQYPPQGFNFMAGPTGPAATARFGNITLSAG
FGLFPSLFGFQLHGFSETSGLGGGSSVHLGSAGGLAGSHMHGTQPIMPDQQQEALLSRLLLLLGVFVIICLLLF      
>Php_XP_001772712                                                               
MASSIGVSVPSARGFIKEEAQTGLWVSDVITSESVDVARASAGVDKDFLCPICFQTMEDAFVTNCGHSFCYTCITTHLNN
RSNCPSCARYLTSEHLIPNFLLSKLLKKTVASQLLGISSPAEQLRLALEQGADLPLKDLGSLLCLLGERKRRLEQVEAES
NMEVLLDFLYLSRQRKQEEMQELQNDLSFLKEDIATVERRRQFLRLKDKPAERACLSADSSLPRLDLYSGCKKPSHGGAI
SVWRGGQGGAFSPPNEVKSMAGNADRNSAFLMSKKAEGIQKRLPENPYIESHAGSMGVHAVSKKRRVLAQFEDLQEAYLL
RRRQVARKQNQRQIQEAVRNTATKGSESYQDGLEDFESVLTAFTRYSRLRVVAELHHGDLFHSSNIVSSIEFDRDDEFFA
TAGVSRRVKVFNFETVVNELADVHCPLVEIATRSKLSCLSWNKCAKPLIASSDYEGTVTVWDVNTRQAVMEYEEHEKRAW
SVDFSRTEPSMLVSGSDDGKVKVWCTRQESSALSLDMRANICCVKYNPGSSNHIAVGSADHCIHYFDLRNASTPLYVFKG
HRKAVSYVKFISPTELASASTDSTLRLWDVQRDCSIRTLRGHTNEKNFVGLTVNNEYIACGSESNEVFVYHKAMSRPASW
HRFGSHNSEDNGDDSSHFISAVCWKSQSPTMLAANSQGTIKVLALAP                                 
>Php_XP_001772167                                                               
SVFAKEADALLAIRPIYSEPPPELKCPLCGTIFKDAVMIPCCQYSFCDKCIRDELIAKGKCPQCESTKFKNDDLLPNINL
RQAIDRFLEAQMTTSGASDSFYKQHQLPDVDSGPRKVAAPAGSRLQIELRKPVISTGAPVQAPPSKEVVVEDAVESSKDK
KEKTEQVEGSAVLTLGDEDSGGAIEGPPSKEYAAETSGKEEAGVSLKEEERQGFVNDEGEAGMISKNIEPLFVKETDGVA
VESEVSKGKKKKKRSRPVQADGAADNIGGGKVRKGERVCYLCGSPDHFARDCIDHGGPGPGPYGGPHPAMFGPGGMPPMG
VPPYGGAYNMEWHGPPMPPHGGPFGYGEGMHGPGPGMMPFDRPMMPGPGYGAPPFGMPPMYPGIPHHGYMRGPGMMGMMD
RPPLSREEFLEVQERQRQERHRQHRMMEHSEREWSPEALFPRDRERERDGNVRHQSPELESRRLKETRERRPDHYDHVRK
HDVERESGDEFSDDTEYRKTKSGRIERRKAPDRVVVENRHSRKSHLSNDDDVTSLDELKTRRPVRRGDRDEKLPERDMRR
ERESSRQHREFVDYSSEHDGPVVPERHDREGSRSLKSRRMESSSKRINVSGESRYRSSKREMPEDSGHSDLPPEPQDLRL
KLGRKREKERQERRHHVYDDAETEEIIKGEALEKPRLKRHHSRSKSKGEEPVEYDSEDSRRKQKRKHRKHYDDSIEDRPR
DIREKDVDEPVASRKLKSKGGSNPSSNSIEGTRWQLVDSAGEIDEGHNSHSYHTKRKSQRSYRS                
>Php_XP_001771504                                                               
MTEEGKPFNCPICLDLAYKPVVQGCGHMFCFWCVHRSMNTSTVSHCPVCQKAYIHQPRVAPQLHHLLQLIYPREYESRAL
EVAAEESDQNLYSPAIEPLSSSSSRSPKTTLNCNVCKKLLCKPVAMNCGHLMCQSCAVSSPSNTCRVCGVYHPGPFPLVC
VELEQYMEREFARDHKLRKDEVGRGAFAGWIVQPADDPDNNSTVHSNVGCDGCGMMPILGKRFHCLDCPESCGYDLCQTC
YNRGVNLPGRFNQCHTPRHRMEERSLRSPWIFVWAW                                            
>Php_XP_001771245                                                               
MEGGGPFTQGSAGPHVPSVAEVKQEPRTGSWSSEDNKYEVAMATKPALDKDFLCPICIQTMKDAFLTACGHSFCYTCIMT
HLSNKSNCPCCGLYLTNNQLFPNFLLNKLLGKASASHLVSNASPAENLRLALQQGVDLPVKELDSLMRLLSEKKRKAEQE
EAETNMEILLEFLHRSRQQKQEELSLLQGDLQFLKEDIITVEKQRQDLLRAKEKYALKIRMIGDGPSTSMPDTLAACEKT
SKSGVTSQKRGGQGGGGVSSGKNQLDSQGLAPSPAVMTMAKKRRVVAQFEDLQEAYLQRRRKVAQVQRQKQNVNEAIVRK
DEEVHSAGSDRYCSGLNDFQSVLTAFTRYSRLRVIAELRHGDLFHSSNIVSSIEFDRDDQLFATAGVSRRIKVFEFATVV
NELADVHCPVVEMSTRSKLSCLSWNKYINSHIASSDYEGIITVWDVNTHQSIMEYEEHEKRAWSVDFSRTDPTMLVSGSD
DGKVKIWCTRQESSVINIDMKANICCVKYNPGSSSYVAVGSADHHIHYFDVRNSHMPLYMFNGHRKAVSYVKFLSPTELA
SASTDSTLRLWDVKDNCPTRTLKGHTNEKNFVGLTVNSEYIACGSETNEVFVYHKAMSKPASWHRFGSQDAEESDDDTSH
FISAVCWKSESPTMLAANSQGTIKVLVLAP                                                  
>Php_XP_001770858                                                               
MAEAGKPFNCPICLEMVYKPVVQVCGHMFCFWCVHRSMNPSTVSHCPICQKPYVHLARIAPQLHHHLQLAYPLEYESRAR
EVAAEERDQNLYSPFIEPVPSSSCNPKAILRCKVCKKLLYKPVAMNCGHLMCQSCAASGPPNTCRLCGVHHPGPFPQVCV
ELDQYMEKEFGREYKSRGGEIGRAILANWESRPADNLGSMGMVQNMIHPSVGCDGCGMMPILGRRFYCLDCPESCGYDLC
QTCHARGANQPGRFNQRHSPWHRMEERSKRSPWIFVWAW                                         



>Php_XP_001769363                                                               
MKCNACWKNLEGRAVATTCGHIFCTEDAQKILSSVDANCPLCEQTLSKSKVKAVDMSPTDEWINMVMAGVAPQSIMKSAF
KGVIFWIGQKDVEVQLSVNKALHFRQKCEQMQGAYAQKMRQVEEAYTAKLQQVHSGYQKAMKKIQAMDHEKEVMLKDKKE
IQEKYTEKSRSKRKLEEMYDALRKEYELLRRSIASSTPDNTAVVQRPNPYSFAPNFNGLDDIRHQSSGLSGNFVLIYYYT
CVFSNVRTE                                                                       
>Php_XP_001768438                                                               
MKFGKTYTEFIEKDVVSNQLAGCSYVEFKRLKKVLKKCPAHDSSSSGDELDPCTPCSSNSCCDAKFFGELMEELAEVVGC
FNSRAEQLVKLHLATGLRGYILRGKRNNHEAMIQEGQLLINYASMNALAVRKILKKYDKVHGSTEGGLFKSRLITLRGEL
LKSPYLVELGALNINLADAKEGFPTEMESVGEFSCDLESSSPTLTCKLQASATLEFDLSCSVCLEPLFEPVALGCGHLFC
NNCACTAASVLGHEGPKTAECDAKCPLCRQAGVYPDAVKLKELGVLIKNRCPEYWKERSQREREQQLKLKKELYDQHLEM
LLNMRNSMLRFA                                                                    
>Php_XP_001766701                                                               
MEGGTCTQGSIGPHVPSVAAVKQEPRTGSWSSQDNKCELAMASKPALDKDFLCPICIQTMKDAFLTACGHSFCYTCIMTH
LSNKSNCPCCGQYLTNNQLFPNFLLNKLLRKASASQLVSNASPAEHLRLALQQGVDLPVKELDSLMHLLSDKKRKAEQEE
AEANMEILLEFLHRSRQQKNEELNLLQGDLQFLKEDISTVEKQRQDLLHITEKNALKIRMIAGGPSSSRPDTLATNENTS
KGEATSQSRGGQFGASVPSNLPPASLKRDYRGRVTSIGTYKEMIGGDVSLSKSQSELKALTPSPAVLTMAKKRRVVAQIE
VLQEAYLQRRRKVAQVHRQEQKVHETIVRKDEEVNSARADLYSSGLDDFQSVLTAFTRYSRLSVIAELRHGDLFHSSNIV
SSIEFGRDDELFATAGVSRRIKIFEFATVVNEFAGVHCPVVEMSTRSKLSCLSWNKYIKSHIASSDYEGIITVWDVNRRQ
SITEYEEHEKRAWSVDFSRTDPTMLVSGSDDGKVKIWCTRQESSVINIDMKANICCVKYNPGSSNYVAVGSADHHIHYFD
VRNSHLPLYVFNGHRKAVSYVKFLSPNELASASTDSTLCLWDVKENCPIRTLKGHTNEKNFVGLTVNSEYIACGSETNEV
FVYHKAMSKPASWHRFGSEDAGESDDDTSHFISAVCWKSESPTMLAANSQGTIKVLVLAP                    
>Php_XP_001766451                                                               
SVFAKEADALLAIRPTYLEPPPELKCPLCGNIFRDAVMIPCCQYSFCDKCIRDQLIAKGKCPQCESTKFKNDDLLPNINL
RQAIDRFLETQMTTSGASDSFYKQYQLPDVGSGPRKVDALAGSRLQIELRKPLNSAGAPVKASPTNVVVVEDVGDSSKDK
KGKNEKVEGSAVLTLGGEDSGGAIEGPPSKEHAAETSKKQEAGTSLKGGVKGFVNDDGEAGMIFKNIVSLSVKETDGVAV
KSEVSKGKKKKKRARPVQADVFVQYMTKSLTYTVYYSRAGLLRSSSSNQYGIHVQVLNVVEQYLPS              
>Php_XP_001766062                                                               
MAASIRVSVPYTVGFVKEEPQTRVRPSHDHDCESADIARSDVDKDFLCPICFQPMEDAFLTSCGHSFCYSCITTHLNNRN
NCPNCARYLTADRLIPNFLVTKLMRKLTSFHCSGKISPAEHLRFVLQQGADLPMKDIDSLLHLLSERKRRVEQDEAESNM
EVLLDFLHLSCQLKQEELAELQGDLQYLKEDIATVESRRQELLRAKKKFAKRSRLTADLSSPTLDTHSGCDQGINEGAIS
VWRGGQGGALAPLREHKLKGGNSIRTSAFAMAIKDDGKNGNYFANSFSDPHSESVGVPKINKRQRVLAQFEDLQEAYLMR
RRKVARNQRHRQMQKQESMKEASKLSESYQDGLEDFESILLAFTRYSRLRVVTELHHGDLFHSSNIVSSIEFDRDDEFFA
TAGVSRRIKVFDFSRVVNDVADVHCPVVEIPTRSKLSCLSWNKCEKSLIASSDYEGIVTLWDVNTRQSVMEYEEHERRAW
SVDFSRTEPSMLVSGSDDGKVKVWCTRQETSALSLDMRANICCVKYNPGSSNHIAVGSADHHIHYFDLRNARIPLYVFKG
HRKAVSYVKFISPTELASASTDSTLRLWDVQKDCLTRTLRGHTNEKNFVGLTVNSEYVACGSESNEVFVYHKAMSKPAAW
HRFGSQNPDDSDDDSSHFISAVCWKSESPTMLAANSQGTIKVLVLAA                                 
>Php_XP_001765415                                                               
MSEAGKTFICPICLELSYKPVVQGCGHMFCFWCVHRSMNTSTVSHCPVCQKSYVHIPRISPQLHHLLQLVNPSEYQSRTQ
EISAEEHDQNIYSPEIPPNSSSLGRKAAINCKICKKMLYKPVAMNCGHLMCQTCAASGPTNSCRFCGVYHPDAFPQVCVE
LEQYMEREFPKDYKLRSEEVKSSDKAKMQMKSWRSQPADDPEEIGVTQNPIHQNVGCDGCGMMPILGRRFHCLDCPESCG
YDLCQTCQDRGNSLPGRFNQRHGPRHRMEERSLRNPWIFVWAW                                     
>Php_XP_001765135                                                               
MVRLIREPSNPYDGNAIQVVNILGDQIGHIERYKACHLAPLVDQALALIEGIVPHGSKNKFKMPCLVHIFCNSVAENIVK
QRLRVAGVILQPPKTELEGSELQEYASNVKKPRKEQKKCLDDIFDELVEGAGDRCIMDPSPAITSTMFSHQKEALAWMVR
TENSASLPPFWVTQKVRGSKDLMYKNIITNYLTDKRPIPLRGGLLADDMGLGKTLSLLALVATNRPGATLSPIVKVNPTV
SDASESRPKKKRKVAAADEVGGPRTTLIVCPLSVLSNWVTQLEEHTMLGSLSVCLYHGADRIRDPVVLGQFDIVLTTYNI
LATEGCSEFSPLQKVNWLRIILDESHLIKSPSAQQTKAVVALKAERRWAVTGTPIQNTARDLFSLMQFLQLEPLNDSSYW
RRTLERPLTNGDPSGLTRLQALIKAIALRRTKNMQVDGRRLVELPSKTISLHSVELTPEDRELYDKVEENGKEVIERFME
SGTVLQNYATVLQIILRLRQICNHSALCPAYTEMFAAELNQKDPKNVPPPELLDKLLNIIKGGADFDCAICLNQPTNAVI
TPCAHVYCQRCIEKSLLRNKEQCPMCRSNLSASDLMAAPKEEGAERGQAVEQNSTKSSAKVDALINLLVAAREKDPTEKS
VVFSQFSQMLNCLEGPLADVGFRFVRLDGSMTSKKRQAALTAFRSKDPDSPTIFLLSLKAAGVGLNLVAASRVYMVDPWW
NPAVEEQAMDRVHRLGQTRDVTVVRLIVTDTIEDRILELQERKRELATSAFEKRSAEQRRLLRIQDVQLLMRL       
>Php_XP_001764966                                                               
MAAKEGFSATTVKDSAFREIFECNICFREASEAVVTCCGHLFCWPCLYMWLHVHSSRQSCPVCKGTIEDGDVTPIYGPAN
SADALWAEGASAGEQGERLIPPRPPARRMHRVQRAQRLDEMWGGRGVRRGENPLERDALPFMEDQPPRPDGDVQQMLQLV
SSIPLPDETGPQSIVVTDPVADDFEDTNLVIHFETGGSRRGDNIQGNILTHLDQRQRNGLNSLQNLHEPNDA        
>Php_XP_001762067                                                               
MKFGKTYTEFIEKEASVQLAGCSYVEFKKLKKVLKKCTMHDTANSGDDVDTLTFSLCPTSCPGCDAKFFGILMEELAEVV
GCFNTRAEQLVKLHRASGLKKYLLGRKRNNRKAMIQEGQLLISYASMNAIAVRKILKKYDKVHKSREGGILKSRLMAMRS
ELLKSPYLVELGALHLNLADAKEDTSSVADLVGEFSCNFDSSSPTLSCTLVDSATLDFDLSCPICLDTLFEPVALGCGHL
FCNNCACTAAKVLGHEGPRAARCDAQCAICRQPGVYPDAVKLKELSTLIKNRASEYWLERFHQERKQQLKLTKEFYDQQL
EILLGMRDSMMSLH                                                                  



>Php_XP_001761225                                                               
MTDLPCDADGKCMVCKIVPPDSDAIMCGSCASPWHMRCLNPPMEFVPLGDWDCPDCSLPPTIATPSAVVNSVPEACLVNK
IRAIQADSTLSEAEKAKRRQELMSKGLNDESSAKLSSLNVDKKSADGKKRNATLEMMDNSLNCIFCMQLAERPVTTPCGH
NFCLKCFQRWVGQGKKTCGKCRSAIPAKMASNPRINSALVMAIRMARSVGNSNGGPPKTYTYRDNDSRPDKCFTTSRAVK
TGKANACSGKIFVTIAPDHFGPITAEHDPTRGQGVLVGECWEDRMECRQWGAHLPHVAGIAGQSDYGSQSVALSGGYEDD
EDHGEWFLYTGSGGRDLSGNKRTNKEQSFDQKFDKMNEALRVSCKHGFPVRVVRSHKEKRSAYAPDAGVRYDGVYRIEKC
WRKKGIQQGHKVCRYLFVRCDNEPAPWTSDEHGDRPRPLPVVEELRSATDVFERKSSPAWAYTEGVGWGWSREPPASKKT
SGSGPSEATQKRKQLSVQQRLLKEFGCNACRKVLNQPVSVPCGHNFCKGCLDSVFAGQDTSRERKGVSGRSLRTQKIVKR
CPNCKADITDFLVSPQINRQMEEIILTLQSSAKDEQGNDAVEDDDGGEGSIPGSFSLNS                     
>Php_XP_001760267                                                               
MAKQVSKQSIAEMRAIVGVDPSEMDLIRALHLAGNDVAAAVNIYFDTPKSNFASKPKIPRRPVRAVSSSTQVRPSYQRSN
SSSSSLSQPSNHSSIPKAPAERYSNSANMTNISDARPIRSASDKNWLLLGEAEVVGYSTCKGPKLQAGDLLQFNFPKPAV
AADVRKGPWGRGKGASTAAEIVRFSCQRSGEVGRIPGDWARSLIPLVNSGKVKVEGKCRSSPANLSLMSSIIVDFKVYVC
RSMFAKYNSSTARITASSEGTLHQPLPTLLRLLHRQPITRAAFTPEELYSRKRTLDRHVGDVTPIVKKLKLSSAEGSTAG
AQAEVAEEEVSVLSDEDVTKLVGSADACKLDEMDPPPILNCELRPYQKQALHWMTQLEIGATTEDASRTLHPCWEAYDLS
EENTTFYLNLFSGEASLEFPSASSAARGGILADAMGLGKTVMMISVVMANPGRGGLATDPAVSGSSNTLEAPRSQLGNLS
QVMEMRKKQSGLRKGGGTLIVCPMTLLGQWKSEFETHVAGDSLSVYAYYGTDRIRERKALLEHDIVLTTYGVVASESNQS
NFMEDGPLHSIHWFRIVLDEAHTIKAFRTSTSKAVFMLTADRRWCLTGTPIQNKLEDVFSLLHFLRIEPWSNYSWWEKLV
QKPCEEGDERGLNLLQAILQPLMLRRTKDSLDQHGRPILVLPSVDMQVVECEFTEAEQDFYTALYKKSKTKFDQFVEQGK
VLHNYASILELLLRLRQCCDHPFLVMSRGDTADYADLDKLAKRFLKGEQEGLVNRPTKAFVEEVVKDLQTGQKGECPICL
ESMEDAVLTPCAHRLCRDCLFASWRSYGGGPCPICRQTLTRQDIITAPSESRFQVDVEANWTDSCKVNALMNELEELRPS
GAKSVVFSQWTAFLDLLEIPFKRKKIKFVRLDGSLSQQQREKVLNDFRSQSDIMVMLISLKAGGVGINLTTASNAFLLDP
WWNPAVEEQAIMRIHRIGQTKDVQVKRFIVKGSVEEKMQAVQARKQRMIAGALNNQEVRVARIEELKMLFC         
>Php_XP_001760140                                                               
MGMKKVIGISTLRVKQDFALKARFTIFQIAESHYPDNLSTTFICHETDSQKSKRDDLTRTASERYRKKTKILSLNALDQV
SWRILSRLVNAMLCLEMLECSISKHYKWIRTLRISVPSPLMFLREILQAQWDVGGFSVMMSSRGAVWLLQSQRRIASVTM
DRYSLFSMWPHASTMSTITSSIADQIESNTCPICFELMKSPDFSPILLSPCGHTFCAKCVSRHVSIHEKQSRYGGPLQPA
PCPYCRQNISSQTLNISLQKMITSILSLQETLEKADADTGGFRDGFLQAQTRCEILQSELQESMRKKDQFLCVGKRKPDV
TLSKEGAVIMRMEREIAQTDEALIQLRAKEEALEESIRKTSSEHQKVLTDLMDTRNKSTTLKFCRDEIVTKLSLIQASLF
ALEQRCLPHGALAVYPTVKAHCNALLLYYFGGRKCEETPHATVRVDNLLEGESYR                         
>Php_XP_001759457                                                               
MAFENEESFAASSVEEKYESAVRARANMDRDFLCPICLHTMKDAFLTRCGHNFCYSCIMTHLKNRNNCPCCAQYLTIDLL
MPNFLLTKLMNELSASMMLKNASPAEQLRLALEQDADLPPKELDSLLLLLNERKQKLDREEAEINTEIIFDFLHRLQFRK
LEAMKEVQSDLQFLKDDIATVERRLRCLLASNKSHSKRVCEESPLSDLDIHTEYGSTSTGGAVSMWRSGQSGAYTPPGEE
KLNRAERIRIRNLAYTSVSTDIENDPSVDSPGEYAGAHKIAKKRRVLAQFEELQGAYFLRRRQIAFKECQKQQSQESVSK
KGAYKDWDTYDDGLDDFQSILTTYTRYSQLRVVAELHHDDPFQPSSNIVSSIDFDGDDQLFATAGVTRRIKIFNFATVID
DVVDVHCPVTEIPTRSKLSCLSWNKLKKPLVASSDYEGIIAVWDVNRSQSVVEYEEHEKRAWSVDFSCIDPSMMVSGSDD
GKVKVWCINQDASAFSIDMKANICCVKYNPGSSNHIAIGSSDHHIHYYDLRNLRTPLFVFKGHRKAVSYVKFMSSNELVS
ASTDSTLRLWDVQTDTSVQTLGGHTNEKNFVGLTVNSDYIACGSETSEVFVYHKATSKPSFSHKFRSSYAEDIGDDISFV
SAVCWKSESPTMLAANSQGTIKVLELAP                                                    
>Php_XP_001757098                                                               
MLMQVGGDGARPTFFEMSATEHLPTSLRAALLYFLGVMAQRRPILHRVLDFSDEGYAALMFLLEFHSLKTTDSSFAESLY
GLRRIPATDALPQQQGPQASSPGPRPLTGKQRAASVFFLVGLPYLKYKLEAAVNAQRGDALQAALWGRGDLEDEDVDSME
PPREVDNVHNEQVFFGSGTPWRERFKHIAIRALVKCYPWVHAATEGVSFAYQLLYLLDATRFYTPALHFMGLQVRRATGQ
ELMDAVKVIEERRQHEFGRIRGPSYIQTLQRGVLRFIYTALDYAQTGLIASVFLFKMVEWWYQSAEERVTAPAVYPPPPP
PPPPVVGKDGLQLPADGKICPLCLRSRTNPAVVATSGFVFCYTCAFHYVTQYKRCPVTLAPTATNQILRLYQDD      
>Php_XP_001754625                                                               
MGSTEEPDRKRRHLNKDHLASPPVKKQPHTPSSEEKKVDAQMLQFQNHKLAQQLYVQRNEINVLEGKLNQLLSNQASFDD
NLSKVSRVWNQVVDDLESLTVRYSSSSNGTYLLEPASNDRNNSSVSSEQTFLQRFLDNGATGSSTTNGSNDFVKSGLCSQ
QTSTAEILKLLVQSIDYEQVRNEELLSTFLNGIASNAVNLLPLVKEDEELYAETKKLRSLVDGFHLKHRELSAELGTCHD
FQAKDRAELKRLKDELEEACADLEGVRHQLAALRSENVILSGPPTPSATLTSNKFEFGDGGASQEKVSKECCQLEADLEE
VKTLAARRLMELQEALQNHLDVIKKFQHMQNELDDQERIVSSRQYQSLTEQVQHLRSEVERYRAMVDQLQGEHVSLLRRE
KEIALKTEAGDAAQKASTTSDDRAAALELKLRQCMSDCDSLRLRVEGATHASGVKESVADLEKVITSLHKDMSMMQAQLF
EYKEAGSAVFSLRAELHSLRAIIDRKVSKHFCDTSAKRSTRISVCNLQFRVLRGSEKELKLIFDMYNKESNDSSEMRKLQ
QEECRAQAEMGRLQLALDEHNLELRVKNANEAEAACQQKLAAVEAEIAELRQSLQASYRVSLDLKESLQAKKEEGDPYIS
EIEAILHAYEDVQTQNQRLLQEIKERDEYNSQLMSESLKARQLQFPLQAEKQVLDADMQHANSDADLHKQRITYLEEQAS
TFIAHLEKATDENRQQSSAMESAKRKAVEAEKQLSSVKLALDAAHKLLEERGQNFLNVNLQLEKERFNKRRAREELEVLN
MKITRLQTPHDSGPTVDRLREEIRNYEAILKCSVCQDRSKEVVITKCYHLFCSPCIQRNLELRHRKCPGCGIPFGQNDVR
VVYI                                                                            
>Php_XP_001753935                                                               
MEGGSGPFAQGSVEPHVSSVERVKQEPRTGYWSEDDVKCKVAVSTNSDLDKDFLCPICIQTMKDACLTACGHSFCYACIT
THLNNKKNCPCCGLYLTNNQLFPNFLLNKLLVKASASQLCSNASPAEHLRLALQQDVDFPVIELDSLMHLLSEKKRKAEQ



EEAETNMEILLEFLRRSQQQKQEDLYLIQGDLQFLTEDISTVEKQRQDLLRAKDEYLLKIRMMGQYTGADTLAICENIGN
GGATSQNRGGQGGASVPASSLSTSLQRDHRGRGASIGTHKKAILVEGLTLSKCQTDSQGLFSSPAVLIMAKKRRVMAQFE
DLQEAYLQRRRKVAQAQRQKQKLSHTVADKGENVASAGSDRYCSGLHDFQSVLNAFTRYSRLRVIAELRHGDLFHSSNIV
SSIEFDRDDEFFATGGVSRRIKVFEFATVVNELADVHCPVVEMSTRSKLSCLSWNKYIKSHIASSDYEGIITVWDINKHQ
AMLQSIMEYEEHEKRAWSVDFSRTDPTMLVSGSDDGKASLWCTRQESSVLNIDMKANICCVKYNPGSCNYVAVGSADHHI
HYFDVRNSQMPLYVFNGHRKAVSYVKFLSSDELASASTDSTLRLWDVKENHAIRTLKGHANEKNFVGLTVNSEYIACGSE
SNEVFVYHKAMSKPATWHRFGSQDEESDDTSHFISAVCWKSESPTMLAANSQGTIKVLVLAP                  
>Php_XP_001753592                                                               
MSSSSASVAPSSAPREQFRDTSLRHGAAGGSGHFHGSKDNETDVAKEQIPKLNPYAKEFVPIPAASDSFFHVGEPIDQDM
FSGNSLNSGSGSGSGPEPGRKGRHETVHASVSRPINVNGKPRPSSKSITSPARNGSGKSWQHSGNAGTTPPGSKKSQTLR
AANHLLNFQYDPIQRPPPRSHHQPPPRRQKRIQPYNKELFLQANFRFLVSDLADYSLNASDPDKMLQWEDVVAVNVTAPI
PVQCPICLDTPPLCPQITSCGHIFCFPCILHYMMLGDQLRDPWKKCPLCFAMISVKEMRTVIISSVRHYSSGNSIRFNLL
TRAKNSITPFEKNKGSLGALAYSDEGEFHLFSKFTLTSEAESITDKAVAELTEWARRAEVQGGEDLGVVPFVFGAIDQLH
ERKQAWIEHRNLDFLSSSHPVRQRILSQPKAGLSKSLEGNSVHSLNGTDGGGNRVGVVGSVSVNVDIVKDVLSKRYPGGN
KGVDLVAETEAAMSKLKEEAGWVYESAFADDADIVISKGKEPESEKAVSVLEEYVAVEMDGDSGVQPDWEDIVVESPEIT
DPVAVVSDVDKKHKDVKRDQEESDTYTFYQSADGQFLILHPLNMKVLLQHYGDYESLPSSIEADIVELEPVTQTEGTRKR
YRYLSHLPLTANFQLCEVDLNGMLPPEAFSPFSEEIRVRQQRRRRAIKLEKNERAREERLAAFTASQPRAPTPADFAAYM
GSLQIEEPVSSGFDLGEPTVVTASPPSDSRSLFSNVAKMGFASGYDAPQLVPLESVLSTPWGSSAASSSSSLSKGEAGGH
GSSSLSFADKIKAQAPAKPTAEEGNGSVGKNSKKNKKGSMVKSNQTCSNQLKQRRRFKGKIVGVRRSDDNELEMPVI   
>Php_XP_001752674                                                               
MDSPESWLVITSKSDNIVLALKFYAAEWLLPNGRHGKPPAVLILGDQYLFSSASEPGTMIKQWGGFGSVLAAVLIDATTM
ESASVANGLWILPATCERKGYRESIIHNATMPGLFPYASLAFGDPSCSKCPSVAPCPRKVGIVAMAAAAIQRGSSGSRSS
SSSSSINTCTRLVPGPVITVSPSHTLDYDCTDCGSFLFGSRGRLRHRPHGARNSSSHHYSRGNNISEPVQTDAQRLLLVE
STPVHDPFSTAVSQHMILPQNEQLAVFAQATEPEDTVDYIQATGLSTEVIEAVSLQASDNEVEEVGNQRAIDFVACHGST
PAFADNVNDSSSTLAEIFRCFICLGKVVDAQLCPCCSKLVCQPCIKRWLTDQKSECPHCRAPLLVTQLVSCRFISEISLE
VEKIQGKLGDSPMVKQYCPTHDSPLLYFCTTCSVAVCSDCAVLIEDHRNHTFEKLSVAYGRHKKKIRMEAAGLRRRRKEL
CALVASVEKNIETVLKSKDESAAELQMAFKRMQSRLEEQLKCKLLALLAQKGSMTQEMELLDTVLHELDQQLNSIPKSDL
IAQEPNMSRMLQDIRTRNFSDISRTPIPPEFISEVIPSYEYGELILNNYKEDLTQTRPTVFTTGCTLNSAEALSSRDVVY
SEPICGSGVIWRLKVYPNGSGASQGTHLSVFLEMVDGGNEPATYEYGIELLHRTRPNQRIVRKFSSDFEAGACWGYYQFF
RIDLLEKEGYILPDEDTITLCFYVRPLTYQQQCQDLRRSLAALQVERDESAAQVAVIRRAFAAAFFQRRRRRGSRTAGHV
TNEQIAFAQAVAAGTGTSNASPTLSVRKAPQIPSIKHVQMKMQECNGSRVEKSWNNGILPQFEGHHHSECTVEINSEVVS
QVVAADSPVRMHASSLTRHEKPSTEELSKEFLTHPEDGDVPANLDQNDDDGTGTPSIEHIVTHKSQGKNHQEILSKKGDD
IFQIPKVCSHKKLRSRKAHKVLIPPEALLPFTEIPRSAEIARHLTGLSMVEAGPSMKQSGNPAAPGGCSESSKDEKYGDG
AYSDPGCQRVLAGPAIASVVVGGLINDEVGDDKCPYYSAMSGSSNNLCTPEIEDWGNLK                     
>Php_XP_001752368                                                               
GLGKTISTISLILKNRAPVQKSGSSSVQSLRPEGSTVDLEDYEDEEEQASQERKLETRQCSSSPNENGSQQQLDDPRSSQ
SSNKGRPAAGTLVVCPTSVLRQWAQEIRDKVATKAGLSVLVYHGSNRIKDPQEIAKFDVVLSTYSIVSMEVPKQALPEER
DEENRRNGSEYEFVPFTKPKKEKAKKGKVKGKGAGADGDTPDSGPLARVAWFRVVLDEAQSIKNYRTQVSRAAWGLRAKR
RWCLSGTPIQNSVDDLFSYFRFLRYSPWDAYEKFQRDIKEPVGRNPSEGYKKLQAILKPVVLRRTKTSLLDGKPIVNLPP
RIVKLQQAEFSLDERSFYENLEIESREQFQMYAAAGTVQNNYVNILWMLLRLRQACDHPMLVKKCAKGEAFQKTTIDAVR
KLPLSLRSELIQCLEGGRTICHVCQDAPEDPVVSICAHVFCRQCISEQMNGDETCPSPKCKRSLNNSSLFTLSALKDLGV
GGVENLGNEVKSIEPAVTEVEQTWNTSSKIDAMMNTLQALPKISVLVEDGKIVEGSKAELLLKSEALEIEQGETLGTGLR
EVSESIKIEKVDSTEKAIVFSQWTSMLDLLELPLKKSGLCYRRLDGTMSVVARDRAVSDFNTLPEVTVMIMSLKAASLGL
NMVAASHVLLLDVWWNPTTEDQAIDRAHRIGQTRTVNVSRFTVKNTIEDRILALQERKRQIVASAFGENDGGEQKNRLTV
EDLRYLFRV                                                                       
>Php_XP_001752205                                                               
LSAEEVIIEVKSWSEDDSTRLLLSGKIDGPDSAVSGLVYLIRQAMLYMEARPYEGNSKCKFGISISKKAFDSCAMYLGNS
DRKPLGKAIQSVVEWLRPELSAESISVFGLDGSPTHISDMLTIAGEKDDRKVEAMFNGGEKQHSSFDPTALYEAVLPSRT
QPELDMDFPELVTELRPYQRRAAYWMVQREVGSGAIDNLDESSNASTSGMKTTRGVEHPLWVPVDSLTGQSKFFYNPYRV
KKLRDLCVISDEMGLGKTVELLACILAHRASKETLLKVTESANRARETLMKYKCERIDCSCGATRDDEYYDGSWVQCDHC
DAWQHALCVGYACPTDIDANLRRIAAQAQQGQRSNVDSSVSKRNEETFICGTCAEMIGRVEIEEECGATLVVCPTPILRQ
WQDEISRHVRPGTLRVLVYEGVQKGATVVSGKGSLESSKVEKIKTVGAHDLATADLVLTTYDTLRADVSHAATASHKIVR
SFRQPKRYPVVPTALTRLKWWRLCLDEAQMVESVLARATEMAMTLRTTHRWCVTGTPIQRGLDDLYGLLRFLRAEPFDNK
RWWTVVLKEPYEEGKYGAVRAMHDLFRGLMWRSTKAQVADELGLPPQDERLDWLRFSPIEAHFYRQQHERCAVRAREVIA
NYRKHLSTRSYGRRSQLEDRLLSNKEAEKLLDQLRCLRQACVHPQVGSAGIRSLQRSPMTMDEILEVLVDKAKLEAEDAQ
RSLFGALNGLAGLAIIDNNIPLAVSIYREVLSYTEENAQDIRVDPLQKLHTLYNLAEVLEVKSQTGGADHKESDAAISNS
GRSQAGENKIRSDVPRTLRDDLLLKQCEDIKTKYLAPFYAKLAAVQADFQSATKQVQEAKADLSDGRSAWWMEVLSSLEQ
QPDNGKDFIRKVRDHLLENDHLGEAGNMGHVSGLKMVLLRELEAMEDGREELLQRLTDLGAKMENPDIFDVERAGNCSRC
QPDMKGPACAHCEAEELFQAYENRLFFLKVTGTGEVAVSAEDALIAQHASLALKRRESSHKDAPVEVLERRARNRGVTSA
QVTRAPSGTERILTTLRGQVGRDKLPAARKHLQLLEAMRKEFAQAKVLALAQREVFFEVHELNMATTRLRLRYPGEKIPN
ISVLHPEQVPQQNVHLTAEKFAALEELNRVKGQLRYLNGVKSARQKVERGESAKTMIPSESSISVSKPVESNEEECPICH
EILGSRFMVLPCGHVLCCKCMLSLVERSTLPQSQKKINCPSCRRRTNVSEVAYVVNTHEKEGLDPTIAHFQGGEKEDVDF



ASSVKGSYGTKLEAVLRRILRLKSEDPDMKVLLFSEWQGVLDVVEHALKTNHITFTRVKRGGQINDAIDRFRGVEETVGK
KRSSRKRANVDEVQGPVQVLLMPIRHGANGLNLVEAQHVMLLEPLLNPAMEAQAINRVHRIGQTRATFVHRFIVHDTVEE
SIYGLRRQKAMNLPGGATGKSDVYNLTLKDLSSLFSIQTGVASNSAQVQPSAIAASSGSLTPARAAAAAAEARLMLRLEP
>Php_XP_001761030                                                               
MLQFQNQKLAQQLDHQRSEISSLENRCCQLKGKQASYDDTLITVNRTWNLLEDDLELLAVRANANTNGLRVLEPVPTNKG
PAVPPEETFLQRLLDKGATESSNCEGSISLSAVEAGLASRKAATMKTMKYLLLAIETQRSKNDELAMSLQNIVSPHEAGR
ILEESNDELRMEITNIRGVMDLLQLNHKEMSAEIGIARDLQTKDQSDIKRLTGELEETAADLEMCRRKLATLRSQKEAAA
VAPPTVGTPKLGVKNEVGDRVPGADKASREARELEAALEETKTLASIRLNELQDALQTQLNLSQRLQHMKDALHDEHRIL
SSRPYLLLNDQAQFLKGEVERYRGLADKLQSDRDAMSRREKEVLLKAEAGEAARKASAIADARAAEIETKLQECLADRDV
LQFRLEEVGQSSGRKDSVPELQVMISTLHKEMGMMQAQLNKFKEAACEVQSLRAEIHSLAGILERKTLECTRLSDQYVSQ
VADLIALKSEVEILRQSDQELQLILEMYERESTGPRNMMELQQDHSRTLVQVERLKRALDEHNLELRVKAANEVKAACEQ
RLAAAETEISEHRQRLDDSERVVMELKETLKSKSEEGDTYIAEIETIGQAYEEMQTQNSRLIHQITERDDYNTQLVAESL
KAKQLQASLQSEKQILASRVQHANATAEHHKQRVSRLEDQARSYIEQIGKVMDNGRQHTLSMETLRRKTAETEKELLSVK
TSLEATNKRIEDRGHKLAEAQQQLDKERFEKRRVQDELEALNNKLSRLRSHHERGPAIERLQEDIKEYKAILKCSVCHDR
AKDVVITKCFHLFCGPCIQRNLEIRHRKCPACGIAFGQSDVRTVSI                                  
>Crei_XP_001703545                                                              
MKPDTNQDGNAEKDKRARIQEVQARTDISDAEKARLVQQIMTEGCQWQQEVDEDERDKIYQAGIAAFAPHKNDKEREDLR
SSITCQVCLEYVKRPISLACQHSLCLECLRGVRRMDTAQRNCPSCRAPIAISMFESARPSRAGKVVAARAHTDEVEDRPE
EAFVTERAKRAGMANACSGALRMTCGPNHFGPIGPEFDPKRSRGVVVGDLYSNRMTCRMECAHLPHVAGIAGRGEVGECC
SRDLSGNKRNGDHNGDQTFDRMNLAIKKSCVEGYPVRVVRSCKTAKPKTLLPVRYDGCYRVLACWRVKGIEGFLVCRYLF
VRCDNSPAPWSSDDTGDRPRMEIPERAQQEMDAARELSEEVTFMGGSPAWDFNAATGQWGWTRDPPHSSGGGGKGSGEAR
KKAGGAKPLTKQLEVLCQVCTRVMSSEQRRPVQTPCGHNFCLQCLQGHMVKLEQAAANPAAGRKSRACTQRKPCPKARCG
KDLTDFMTSVRANNAVIEAQPPVKVEDQEAAAPAGSDADTVGSDADEEMGEAAVADEKVDGQGRYGHAAVGLAAKFPDFD
VAVIEGMLEDQGGDVGEVAAFLRRMARDQAAAARSPKAAAARKPTAGGKRKRKSGGKSKAAKSRADEEAAACEEEEEQQE
EEEERDVAAEAEEEAQGDAQEEQAGEEAMEVEVAVAARGRKAAGAGKKRAARAEPSKRRRKAVAA               
>Crei_XP_001701589                                                              
MSWLQHMVRGGAQAAADRLRALPGLRLGRLRDVTINYRHSGFLRLDPHLDPEGDGENVFVLSVDAPSVLTLSPVRWYRLT
RLLGWLGADEREQVQRESERDSWTRHDIDVLVPPGAALHISGDARWKWMHGTRLGVAPAGASGGEARARVSEEANRLAGT
NTWLPVMTQIHIAEKHTAWGSALSAPLVSMLAAVGLAASGVIPVDCAAYGVVWGYVMPLAAACFLLETDVGRLVRDGGPL
LLSFLALHLPPAVLPGAMAADNLMMAAFLAALMAVPVGTALIGVFFAVIGAAAGSLSCLAGAGVLAAFLSVMVAVHWAVV
AVVGRGLLRLPLEALLLGSNANIGGSATAAAAAASEAVSDSLQCPICCDLLLLPVVTACGHAYCLDCFEAWRLHAAATYH
TVGSLLGRLHCPPSALEVLVTLGLSSDDYSECFCEKLRVEPGGYTTPGRDVQARWGRVWEEGLTA               
>Crei_XP_001701321                                                              
VQDEDDDFCPTCLEAYTTENPKIFTECGHHFHMPCIYAWLERKDTCPMCESPMQAPGLM                     
>Crei_XP_001700429                                                              
MDSDDSAELTPEEVLRTLASVAASGALAASTVTSSDPAPRAVERAGRPRNTGSRQARCARATPAPTNPQLLAAAKPPPPP
RQVPMGLKPATPAAQAPPAAADAAEREAMNAAKERGNKLFSSQLGAALFLPERYLQSRDAYLEGLALEPTSTHLQEGLRE
LLFEPVTTPCGHTFCKECFARAIDHKPRCPYCRAAPPAAQQLTLPLFVMSLMMPGETMALNIFEPRYRLMVRRVMEGSRR
LGMAQLYSLVSPSSTGAAQPGARIQSRVGGRLV                                               
>Crei_XP_001700281                                                              
MTAGTEQYLLPDEVCVVELRLNDTNSKDVASRPAPEAVAVKEAAALEPQSTAASPSGGVVKLEAVKSHVTCALCTNLIAS
SLVLSCGHQYCGSCLFDWLGNKPCCPSCQVPLRAIPMRCIALDSIVEAFLSSLTDADLVAYKARQEEGKSAANKVNKMFW
WLQPSAMPGVPGGAGSAGFGAAPAPVPPLPNMMGPKSGSFSGAPLPQQLPNGGMMTAGLMGATGYNKAPQSHSGMGGGRR
SSNPGAGQTQQQGFPPRAGRSNSFSAGGAQHSGMPAPPLLPPQVAASIAAAGFAAPPPMSMGGAGATDFESNYLSFAQKF
GMEGVALPLVYQQLQQQQQQQQLQQQLLHACASADLSGMDLTGASSSASQSSYTDPAQLQQLLQGLYFA           
>Crei_XP_001700133                                                              
MAQAPAPPSAQPPPAASLSLLAASQPDMVRASQKDDTYAEQFLEATREVARRLLGPFRALQYAREVKLLSSALYHGLTTG
LGRATLGEEYCGIDQVAAVDARAPSLPRRLLLAALLSAGPYAADRLAEEDELNMTSAAVRDGLETGGASAGVGGQCPLCL
SPKSHPASTPCGHTFCWSCIATWCGEKPECPLCRAPVALQQLVALYHTNC                              
>Crei_XP_001700107                                                              
MADVISEVESRIFELGKTLRCPICLNIMDQPARLPCLHYFCWGCITHNVKPRGEVVCPVCRARSNRRDIQEDSLLATFTQ
RYGQIEAALGKPLHLSQLPPLEPLEPAPAATAAERLQQSPEDTRTTALTAGGDGEGPGSVHGGRGAAGAGACSGKGMGGA
KPPKLDELWQSLIASQHQAPAAEGGDGRQAAVGGAVPATAAGATNAIAGGCRMCRTLKAPTASKAGPATAVSPVQPQSAA
AGDVAKGCAGSTGGRWPAPCPGWVLLGSGLEEGPSGKGMVRKLAAAAGAKVVDAVGPAVTHVLCGTDSSRRARRTFKYLM
GVANGCWVLDVGWAAACLSAGAHVLEADWQVVGDQMEQHQSDAGQDPEAAAAGPSAAEAACCDTLLHNTRVYLQACSFRT
SHKPYDSLPR                                                                      
>Crei_XP_001697208                                                              
MRDAADSEEFEDMSEDYEEASDASYEYEEGSDDDACHMDAAHGDAGPSSSAGPGWSVLNQDAIVKLQAEAVADVVAILGV
KSSVAKTVLMYFRWDKEALMSKVAERDPESVLKQAGVAITDAGSAGPNGQQGGPIMCRVCFTDTEQAETTSMDCGHAFCN
DCWRQHFKTQIGEGQARTIRCMAPKCGVVCDEEKVCSLLKSDPAASSSTAAGSGSAGPSGSAGASGSAGTSGSGREPNEA
LDKYKHSMALSYVEDNARVNFCPSVPWCGHAVQVDGDPFVEPECSCGKVFCFKCLKDPHTPCTCKMWDEWDEKIHGDSET
RNWFMANTKPCPKCSKPVEKNGGCNLVMCKCGQAFCWLCGAATGTQHTWQKIEGHSCGRWKDELDRKIDNAARSHKRYMH



YFERYKLHMDSYSKEGVKRSDLLKRIGEMVETGIEARDYTWLVRALDQLKVARGVLSNSYAFAYFFFGGEMYKDDFSDED
NKRNQDLFEEHQQRLEGEVERLSGLVEECSESLTIDSDARVRVINSTVSIESRILKFFDMIEVDLYGKLQSCSAQIAVYR
PKRNLVA                                                                         
>Crei_XP_001691661                                                              
DASAFECNICLELAKEPVVTLCGHLFCWPCLYRWMQSPTCNNRACPVCKAGVEVDKVVPIYGRGSELASTVQEAVKPVPP
RPAGHRPAPVPVRLA                                                                 
>Crei_XP_001690097                                                              
MPGADADLGSDLENASVEVDSAPLGSSARPQWNASEFQCSICYELLLDPVVGSCGHDFCQGCIEEWKAQAAELAKLFLSS
GAALTSTAVSEAASDALRTTANTVQQLTAEAAALSSVLRAAHQQQLQAHQQHPPHQHGRMQ                   
>Vcar_XP_002958710                                                              
MDRAAKLQEIRERQNRWLRERQAELDRRHVVSELQQQQQHHSSSPQPQQRRGGVAAAPAPATAAGGLSPAGVTLPPLAAA
PVSSVSGNGPLSAAPSGVLPSALGGVGGVKPEEVIDRLTERITDRLRNELKVELQARAFQLCLWRDPKSEPNHNPGRESE
SLAAQQGALDTFLVKELESQNTCPVCYELMVPPQHAPVMLFPCGHSFCGRCLEQHIDRNKKTQCPICRKKIESRAPNYSL
QQLIQQVVAKKESASRGGPAALGGPLSPGAAAGGGMSPGGPRGEGDGEPCSNVDRLAAVQAELDLVREQLGHQGAKVTDL
ARQAEAVRQRKELLEATLGPLEQEVEKLEVLMAGVMELRG                                        
>Vcar_XP_002958420                                                              
MLSDPASEHASLRPPGLSYTTTTDQNNSSKDPGGGVQAQPRLGLPQAGEEPAADSEVTQTTTSNRSRPSAAKWAQEQQPS
QRQQRPSSGRGQKRHRGDMADGANTTSPSANQGPQELQNRLAAVSERTLQYEMALKEKDNELARLKQLLAMKGEQLPGPS
AQAGPASVITEQELKQAYCSSVQALKDYLVISNLTSYDITGKNLPEKVTADIKALVHTISKVCLQILKPETPFVLETISK
DYSNTTTTDWELDKSHWINVIAQLQLSNLQVLSILHARELHVHKMQMLLQERAAIARQAAELTAAACSSNPMMLDEVSNM
TVLVQHGYLYFARNALLLQRVVDMFKESLLREQKTVMELFLKVLYQVLSPVQAALFVVEAFPYHCDVLALSNVLALVFGK
DGSNVGNMGPMGNAQAGMGSTDPLDMMMGMGGGGGGPSAAAAAGPSGAGSGGNGMLSMQEAMLLHQQFGGGGSGGGGGGA
GPDKLSLLQQQPSGQQDLTGGGLGAAGLGGSLSGGLGGGGLGAGGLSGLSSGGNPAGAQRLNPFGAMAELQSMMGGGGGN
GGGSGLDGSALRGGDAGGASGMSAAAVKQELQSLQAAAMARQAAGQMLGPGVAGDMATAKAAAAGGGGLSVYNQQHNMPA
GMGGLAQGGGLMDNGVGPSGVGHNPAANLSPDLMGGQGPGLAGPGAKGMAVGGGPGPGLQGAGSLGVVGGLAGAGSLGGG
GGGLVGPGSLGGGGLGAGGLGGGPGLFGKGGPQGGAPTLNLSMPGAGGGGLGLGGGGGLGGLGGHADALGPLGQQNSGSL
PISTDKSGCTQPAGEGEEQRAKRAKILEIQRDSTLTDEEKGKRIQALHGASQWLAQVVPREDPLGKLTDAERDSVTCGIC
TSIVDKPVTLPCQHNMCLSCLKSIRKLETTLRRCPYCRTTIKPAFIDGARINTAFVSHLRMLLARSLGGSAVVTARVHRE
EPEGDGEEEGEQRPEEAFTTSRAVRNGLANACSGSLKMTCPPDHFGPIGPEFDPRRNRDVECPPAPRGWNCGAEQQRCGR
ASGLWEDLSGNKRNGAHDKDQLTWHNTRRGFLTHIPGIFPSPGFNTAPGLPPPPGCPREFTRYNLALKRSCEEGLPVRVI
RSRKEKRSAFAPKDEALKELQELVAAAAAGGGGGAGGGGKNSAPVTTTSPKKRQRGGAGGGGGTGKHTAATAAAAGRQTA
VKAKTKKKAEEEDEDDDDDEGSDDDDDGQQDEEGSEEEGERSSEVGSEDDDDEEDEAEEEDDDGDEKGGKKGKAAAGTGG
PSPSSTVQVAEAKAFAPVRYDGIYRVLACWRGKGAANYLVCRWGRERGDQGLGRIPERAAKEIAAAKKLGEEVTYMTKTP
AWDYDSAKGEWGWTRAPPATQNKAAGGGGAAKPHSEKSLGKQLEGKLEGGDGPARHNSRPSRTASQRKPCPARGCGKDLT
AFMKDVQVNNAMASQAASAAEAIQRKEAEVAVMKRRMEGKEEPTIERGEGEEDEKGQEEGEFKEENGAAVGAAKEAESVE
KDGRKDVQEQEQEEAAAVAAAVAVAVAAAVQGGDGPQGKGATDTLLKEAPGGTAKAGGAPVAAVGVVAELQASPAAAAAV
PAAAAAANGGRGDGDGDGGSLRWSTEATCIAERHPDFDVELISGLLEDQGGDVAEVEAYIKRIKRSQQQQQKTPKFPRRQ
SAGTSKRSHKKGAGGLGRKSKSLTAGDADEQMEAEDGAEEGEDGKEKRKEAVDDMDVDVGKVEDKPQGAAVLAAAKGKAG
VLDVGLRVAKRSLLAKTKQGTGP                                                         
>Vcar_XP_002958108                                                              
VQDEDDDFCPTCLEVYTPDNPKIFTECGHHFHMPCIYAWFERKTTCPMCESPMQAPGM                      
>Vcar_XP_002957324                                                              
TTDDHSEGDSSAFECNICLELAKEPVVTLCGHLFCWPCLYRWMQVQACSRACPVCKAGVEIDKVVPIYGRGSEPASKVQE
AVKPVPPRPAGQRPVP                                                                
>Vcar_XP_002953910                                                              
MLPDARAEAAIPGNPDMGGNEPRGASLAPTGGLRGNSGDNAVDGSETLRGSLEALGAVPSAATEGKKEERGEGEGDGDLP
PCDCCPLCMHILYDPVTTPCSHTFCGRCFRRWADVSNRGRNGLRRPATSGVPAGERGGGGGGDSNGPTGQALRLFDTATV
LAGGAPPSAGAAISCPLCRSLVPADMPGNTRRAAEVQARHPASYATRGSEIAEEAAQLASLRSFAKKLYVGNLHSFLAPG
EQASKRIDQICTNQIYLSHAASSASDSDVSSCTSRSASHRNTHDWTFFIGMDSAEDESEFIERVVVHLHPTFSPSVIVLT
EPPFQVRRVGWGIFVVRAEVHFQERWNHPPVWCRWLLDFDGDGDMEFDGAAVGAAAAGAAVARMGSHLAARSVPGLLALP
SAAGVTEPSAGGPDAGGSSQEAATATAAAGTGPATPATPAALMGRRSSTAEPASATDGDGDSRGGNDTAQAAAGGGGDGG
GESRGLLARSLWMAPTLRDLLEAAASRVRGGGGGVSATPPAARRQVDSTAPASNNEGLADGTIRAAGGDPASTTRPASHG
GACGSSAAAIGSVRVRGEGNALAAAAGPGNGGSRWPPGVRGGAPSAAMAPGNAAESTMDVGHQGVIFSDSEDEEREDNDE
RDEMDGNMWVNLAYSGGGSDGSTSRSSGDDIGESSDGEAGGGHGSGLSWGCWR                           
>Vcar_XP_002953839                                                              
MYVLGVLLHTHFSGDMLTRHTERHSTSLQRATSKHPNPTASRPQRHPIALHSSHRCLVFLADEHDHRAHRALPRSPLRPS
RRYASSQVFLGHLGTAELGAAALANAYTNLMWFFLLGFATALDTLGSHAYGAGDRRALVTWCVTAAVLLTLLVAPLAVGM
AMGEFVGRGLFDQDKHTAQLMGRFCNGLIPGMWPLMWGTVLTKYLQVQNVMLQPSLIAVITFALNIAFNAALVHTIGFRG
APLATSLSRWAQFLMLALAVWRHERRQRQQHKRRQSSDGERQGALEAAPALDEGAVLQPLPPMAAPLDAAGNSNNGAAGD
RSNRGTLSANSHSTEQLRLLGEDRNSDEEDQDSSASGTGSRANGEMNHGPRCGANGYALASGSGRVSDPGSSSGVHRGSA
MVMDNLESGVRVYQECRMAMHPRVVGRFCRLGIPGGLSMSFEAGCFDFSTVLAGRLGTVATAAHAAMLSIVTLTYLACPF
ALATAGAIRVGNLLGAGEQPGRGVVVREAGTWLLFLLLLHRVPEYIEEGPSMAPEVSGDPDGARRAGILAVTLSGAFMAL



MAMTLLATRSVLGYMFSADHRVVTVIRGLAVFAALFQVSDGLMGSSQGVLRGCGHQHLTAVFNFTGFWVCGVLLGFLLCF
KAGLGLNGLWAGISAGDTATGIMNLIAMSRIRWRKESDRAVARLKVLAQQAEEEQAMLDGSQVAGLSAADSAAAPLGGGG
RSYAGGLKRMWSERRLQQAVRGMQRRHQMQLAAEDLPSDDGRRGTTSQGAGPVLDIDRETANESPCGTRPPRQGGTVCHY
RDGPTVGWMPLQDTSSKDTSRQAPVMAGKDSRPMEPQPPQFSAHAEGMLSAIMLKDVKQHVTCALCNNLIASSLVLSCGH
QYCGSCLFDWLGNKPSCPNCQVPLRAIPMRCIALDGVVEAFLSSLPEEEVAAYKARQEEGKSAANKVNKMFWWLQPSALP
GMAPSGPPGFGGAPGAGIPHMNGMAAPKQQSFTGPPMPQQLPSGGVMTAGMLGGAPQQQVFLQRPGPRSNSFSAGGALPS
CTAQPALPPQMAASIAAAGFSAPTISLPGPNTDLEAAYLATAQKFGMEGLALPLVYQQQLQHQFQQQEQFRGLLHACSEL
QAVWRWHKEKHKLGLPMGPHLLGNRNPTEEDFRRTFPLCPVDWEALATPPTDGVQAVWVGHATVLVQMAGLTFITDPVFS
ERCAPVQFAGPKRVVPPALTCTEPQMPPLDFVLLSHNHYDHLDTDSVRTLHRTHGKALTWYVPLGLRSWFACEGMRDNVV
EMDWWQSVVHTNATSGRSVTVTMVPSQHWSARVFKEIGERLGPIDLAAIPIGAYDPRWFMRPQHTNPEEGLQIAMDVRAA
VSIGIHTATWSLTDEPLDEPPTRLEAAVRERGLPASSFVTLRHGGKAVVRSGRLQNLPGTLPHRKAC             
>Vcar_XP_002953194                                                              
MPLAGDCPAPGLARQEVNGHVPIGSVHILVHGLSSRLTRLANFRFQERSLTYSDGVEPPHTWKAVSAYGTRSAELLTAVA
RLEATKRLTVRALWSYDEARVRGWLQKERKAAVTVLGAVVPRGERGEAAVGSSHLYDLIREAVEDLLEEQPPGGNRERYS
LISCFRELPSVTRQYDRQYDRQRSGGVGGGGGGISSTSSSPPAPILELPPEVLEGIMSRLGPLDLARLRATCTALADAGA
AGGAVPGVRLTLFPHQGLGKTITALSLVLKTLGQLPAPPPGAHVEWLPSREGRRVGVYNRADGGGAGLGGGSGDRGAVEE
EAAEEEGEERRLSSQAAEVMTPNGGDGATGGWRSARSPAAALLTVTTATDTTTAITTPPSSPRTRRQRQRQQQPPPQRST
PKLAGGGAEESPSRNVAVGGSGGGGGGADGELDRRGRRSGGDAAAAAGTSGRKRRGKSQEQPTSASSSQRQKMSREGGGG
GNRGRGRGGKAVLTDDDDDSDEEGEEEEGEEEEEEEEEQDSHDSDDDDDDYAPSGKGRGRMCAGQRRRRSAGGGGGGGGR
KAVAAAEHRQRQRQSAPSTQRRRPGAVGGNGGGGSDVAEDGSEEEGVVWVQCEQCRVWRRLPSGTLAPEGDDPWFCHMHP
LPETASCTAPREEYDSDGEFANAPGFFRPGDQDTAGAGGDGGVGERVRVSNVEYFTSTLRAAAAALGVDAGRELAGMKAL
SWLVAQEPAALHSHGPGVVVPTEVRHTSIGYDTVFRKLDLVPVGDINGGGGSCRRGRGGGRRAGGGRGGGSSASSFTQHR
WRTAPYMVRLLLDIKALAAALAALRSRPDGPIRFYLSAATLVVLPATLIDHWLQQIRTHVARGALRVCVLDRLDPRAAPS
PASLAWEYDIVITTFNRLSFGKPNHRTSVLAAGGGSGSHGGWSQVLSQIHWLRVILDEGHLLGASTAITNKLQAACALLA
ERRWVMTGTPTPATHGSSAAHLQPLLAFLHHEPYGTNAATWQAAVQRPLDACRPEGRRRLMRLLREIMIRASKADLVLLP
RLVRKVTLLDFEPQHAKSYNELVEVVRRNLLTSDWCDEAHTESLLSPGQGRWSRQMMNNVWLSCCVAGSTNNVVKEEDLL
ETLQLLCERLGLPAPPGAPQQPPLSGSGGGSRAAAGGPGSASVSVGGVLSLGPPWLPGDHPLKRVEEGLRYGTECQVCGE
FVRQPMVTPCGHLACLDCTASDRERCPLPSCRTPYLMQAVDDAARKKHNKNPKWPVPQELIEWQPVYHQQNAVGEWGEGR
EMGRCRSGGTWSATWQLTTSSKVRHMLKRLREVGAAPPPPLPPQLQPPAAVAAAAAAAGDHLPEVPQRLLLQQRPPPPPP
PLPPPPSSPSCSRQPHLGQSEPGSPPPPPQPQQPAMAPAAAPAVAAVAGVDAGGGPAEVATPAPTPATPLREQLVTGEDV
DGGDEGGSAGGGHPDWMSAGGRPPVPLLVAPMSGEAALTAPSRVVVVVPVVVVVVVAVHPHQGPVIGKEKREEALSRFQH
DPHCGVLVMDQLGAVGLDLSFVSYVLLMEPLEDVSLEQQVVSRAHRMGARRAVEVETLVMRGSAEEVLLRQLDDRRRRRD
WTTPRTAQQPQVLCHKLQQQQQEEEAEEVDLLHNKHCTGGSGGGSGDRGGGWSDVRCPDREGDPRVAEDLEGTVQVDRRA
LRNQLFLLMQKVRLGGRRGAGSGGNGDGGGGWSGVGASLVSGSSGSGSGLHRLLVQGGRRGEGAAAAAAAGSNSTGGSDA
IGLEAISAGSIATGRSAVTAVAAAAVSAADPAAASTTASAASASTITTTTTVANAVTTHIGNGVMAAPGVNVAVAAAGSG
GAGPVVTHGFVQQEGVAEEQKAPKRRRVRFAGEEGE                                            
>Vcar_XP_002952336                                                              
MDSKSTEQKLRVLTHQNQQLAVQLEEKRKTSKALEDKVAAYEQKEQEYEQTLLCVNRIWSQFTVAISHLCTSLAGHADLR
PPATPSGAAAAKPLLDAQKRVDAELTDVELALQERARGCKDALAAVLDAVRSIHTRQEELSARLREAVTVPQASSPSAAV
QPLLQAENARLVSETTTLRRELDAVRAQHTCASEELRLAEDRRIEVEERIRQLQNELADTEQELSNVQKKYFTLKNSGGG
AAGGGAGGGGAAVGGGTGGDGGGPSRQGSLLAALPSAGGSGSGAAAANGAGGSAAAPAGVTEGGSDVLDEVAELQALLAK
RTADLEREREAHLKTRRELQEVQARVGDEAWVPSTRLYGIAQQQLAQLNEALAARARDVEALARERDEALREAAAKASLA
AASSEAHMRSKLATLERSYRELQFGKADADRARAEAEATLQRERSRGGNAKTVSELQALVASLQGQIASLQSQAKLDKVI
PMGCRVAHERLDASAREVVEAASNLAARDMELQRLRDALARRDGEAEEARRREVALKEAVADLRAFVEVLTTYGSDPRDV
VEVRASEAALRAQVAELKQQLQGHSLHATIREVAASEREVRGQLDLVAVEADELRMQVSKAQRQAAEVEALLAHSRSECE
LYKQEIEVTVNAFEELQVQNGRLVAALAERDEANNAVVAERLKLSQQVPVLTEAAEASRGEAERLQREVSELGAVREALE
RDMTRLASELASVKEQLRVHASRLESAGLEVRARSDAMAALQQQLEAAGRQLDLKRLALEEADQKHVKEKSKRQRVEEEV
KALQTKVEKLKKLQSPAGAARELQEEADAMRQLLNCNVCHERQKNRIITKCCHVFCDVCIDRTLTARNRKCPGCGIVFAK
GDIKTFFFT                                                                       
>Vcar_XP_002952126                                                              
MHGQRVAYESTHQATFCNPYNIGVNAIFLVLIPYTLVTALHDTHLEVSLILGTAFSGANLLIGIIARIAGGYRTWPYALE
LFMLAVNAVLLGVSYPAPDNVTKYLPFIANSFYAAFSLASIILTTPFTLQYAREFVPASAAMHDRLVRAAYVTAAVWSLT
FVTNTLVFLVPICRGRDADHGDVLNLVFRIILPTFLGLFAALFTRLWPLRVMRHLAKSVGFDGAYQKVLVNPLALMGVGM
PPPPPPPLPPPAPGPYSGVTQRRSPKGYKCTICLERMEADLATTTCGHMFCFKCISSWVQKSGNCPQCRSKLTRTKIIRI
YPPSCDYVIDSGAATGAGVALLLLLLPAESLSTYLFVYLANRMNAGAGGLRDAAHLARAPEGNQRIPGHRPPPNIEPEPE
PEADDTSWKGTRSCQEHCGGGGGARCSGAAEGGA                                              
>Vcar_XP_002951979                                                              
MHTCVHKVHLVTSDKYCCRCVCANAAELARALDAGDHASVLDVLQQKPQLLSQKFLPTRNTVWHHIARSGDAQLLTALFP
LVEDTYAHMLPASSPLLQQRRQAAAVNPGELDFQQESSRSPLAAISTMSSGLGDLALPTPSFTNFRSFHSPQNWRTQRRR
SSATDAASSVPGDGGGSSLGYIVPGAVATGAAVTTDGTAIAATAAMMIATTGSDDWATGTGSRFPAGGGGGGAAADATAA
GVIQSTAAAAAAVAATATNAFPLTAANAVATSYTSAAMFAILPPASETTFETPTTASSVRGSFLSSRHSPVVLPTRRAPS
RSGAVQPHPRGGSNGAAAAAANADLSLNPTPAVRSVGPTVRPLRRDTSLSSTAASRTGVHEPRGWPSWRRLSRGGSGGTA



AASPSVVAAAAGAATSRHSRRPGAAVLAAMLSSRNGKGQTPLMVACSHGQAPVVALMLRKGADPWATEPRKALTALHLAA
LYGHYMCVKLLLGLLPASPAASAASVAALSTTDSSQPAPSVSGMAAAAAAAATARLLEARTRSGATPLHLAADMGHTAVV
ELLLQYGADLTARVKPPPSPPATSLLRPPLRLPAAAAAAVAALSSMSRRCCRLWPLPMLLPILPAAAGATPLHLAARGND
VSTALALLRHYYVRGASDFLLYEPSSYIPYMPAAMLLGESPRALTDPRDIGDARGLRPHQIAYGNRSYRLAVILRPDYPP
RWLFGMDLGVLYGLDELERNFESGAAAVATVGGGGGGGGRRLSSAVPTLAALASAVLRRALLQDLDALEEMATNCTPQTA
AIAAVTDAVPQVMGRQVTHRPVRPSGAVDAMQPPNGAVAAAAVVGGTAPFRPTPTHVSTDNAESPRHRRQYQVRDFDVDD
VNVCSPGFHRGEHVQIRPVSAVPSAAAAAAAAAAAANVTARRRVSPPRRPISAFAATMDRHYGCPLVTYDTICGSRVGGG
DGSVVVSTPSTSAVNRQDGVVRHFEISSPAGGLTVPTASAGTSSAVELFEVTRGTSPPCVTTATALPTAAAAAAVPPLLF
SLRQTAWGPHAGDDIVAGGGTMPYRTASGAEEATEPLPCAVNVVSALHPPRVGAGVAAPPVAAAAATLVGAMPPSPSASA
AAGSPRSAVHLVLEQRRLSAAADSRSPVAIGTTLHFPSGGVAVAAAASASATATTAPDFITPYDIAGVKAASSVWGRRED
RSPAAAEGCDICLDDATGDGGRLVLVSLRHCGHRLCVSCARRLIDTALPRRPATCPFCRGHMAGFDLAPGYDRRGDCGGA
AAAAAAAAAVVAAAPAVTAAAFSRVPTPPRGQRDATDPAAAGDAGVVALAAGRLSRRLPKTNCTQKILLSTVKPGQTLST
NRHLPYMPNAAVGVGGNYERGVPSPPGLGLSSC                                               
>Vcar_XP_002950990                                                              
MADTSGELEERVYALGRVIACPICLAVMEKPARLPCLHYFCWACITHNVRPRGEVICPVCRGKTNRREIQADAKMTTISH
LYGQLEAALGKPLLLSQLPSLEQLPPPPPAGLDQNPDPRINIAAGVAEAEAPKLQPQRGRRRSTAATAAGGGGSGGVQAA
AAAAGAAAVGTRSRRTSARRGSAAAAAGPGVAVPATETATPPPQGAAAAAGTPQQVTPRSAAGFQSCREPLPAVPGAAAA
ATAAAAPVLREVSNMMPASGGGGHTTGTMGSGGGGGGSTGFTGGVKRRHLDLDRVCKAAAAEGEGPAAAAAAAPPPSAAQ
LENRADVTAAGEGKEAEAAAVTTPVAAGPASRTRPSATAVAAVPLQTRLFSFLDPAGEDESPVSQCTARTAATAAGGGGG
DDGAQPPSVHGGGGRGMKDRPGDARPQRRDDNGGGDVAAAAAIAGPPRPDLWHLVLSCEDLNHRDPPPPPPSSPPTVQEQ
QQPQEQQEPKSQSRQEQQLPPQQQQQQQQQQDAGGVYGKPARGRDGRGGADAVAAATAEPAVGGATTSANQLDPGRPAPS
RLANRSRRSGGGSRLKATPSAAAVAVAAAAKTSEGHASAAGPATAVAARDSDPNPGKTAVMEAATAAEAGPQMAVHRGAG
VEPPLGADGGDACLDGGDCNSGDDACGTAGRGDGGCVPFVGPTPPPSPPPGPGSRGEAAAVAAAAAAAEAILGRRDATLA
GGDDGSHDSGGANGRGMCTTMLTGAALLAAGTAATAAVVAPERVRVTAQLTNDLHGGVGYGSTTPPPQTMAAAATCSAAA
AAAAAERQTPGSLLPVLLGSSVVSPNEALAQMAAASKGGGGGGGGGGGEPLRTSALASLESGGAPATCASYVFSV     
>Vcar_XP_002950595                                                              
MASKLKQHAVDVLTDASNLGIGYVSWLLNPVQGRTIKSCRNVHQLLKSRPDLHRRLTQVLDDLEVAVRALQQPGARDELV
TLAVAHDTGGDQTAAAAVGTNFHDSPLTAAVEGGLNLLAAAAGANAPDRGGGQAVAATAAAKVPSPWGASPLTAAVEGGF
NLVAAAAGANAPDRRGGQAARRREGVNLVAIECMLQSSFYSILLAMHLALLLPISPSTRILLQNGNVPTDNFPLSTQKAY
PARVVNDHVMELTLHNDALLIATEPALHKVICHTDLPRHHLITLPQQVHMGWCLRYACPASLSVSLPSRFDNRDSCLTLK
GSNHCINCWHTVRDPRHNGDVPQPAPAPIAGWPWRPSSPCSACCTLSWLVQRESESLAAQQGTLDTFLVKELESQNTCPV
CYELMVPPQHAPVMLFPCGHSFCGRCLEQHIDRNKKTQCPICRKKIESRAPNYSLQQLIQQVVAKKESASRGAPAALGGP
LSPGPTAGGTGRCEIKLY                                                              
>Vcar_XP_002949612                                                              
MDEDEGARGEEQGPQPSSNSNLFTSLAAQEALAMLSSATKSTDPAPRVFARVSSQLKEGTGAGGSMQRQQNPEDREAMLA
AKERGNELFRAQKEGMREVQAVLQADEGTESGDGEAPATAAAGRGEAAAGSTPPSGSKRQRPLGAGGGAGGTAALRSEVD
DWDCSLCAGLLYEPVTTPCGHTFCRECFARAIDHRPRCPYCRTVLHVSRDSLPITITLANIIRRLFPKEYEERRMETTAG
GGAGDGDEGGARRDAGEIEDVAVEAEIIECQPQPDGGVSTPGVQWPVQATQPPRHSELDGYRVARCEVLQDTEPRPGTPE
YEALPELVAQLDRQVERLLGFLRSHSGPAYGHQGLRIRAALDGLGERPPLEQPERYSFWVVNVAGLVVPELRKAEMLRGT
DTAVRLRQLNQQLGGWMGSFLAGGAPGCLVM                                                 
>Vcar_XP_002949132                                                              
MLRVTGRPEHAHQQRPWGYGDTFDESALPPTIKATVDRIRALPGLRLGRLRDVTLNWRHSSFLRLDPHLDPDYDGENIFI
LSVDAPAVLTLSPYNWYRLTRWISWLSFEDEREQVRRDAEKSWTSYDIDVLVTPGALLHLSGDARWKWAHGTRLGVELPV
AGGLRRRQGGGGGKVGAEEGGGGAGTERGGNSGGLLHWFGRPDELFGPTLERHSVVFAFAEPDAQPRPAPSPAPSPLESP
SVRQSLSCPICCDLLLLPVVTPCGHAYCQDCFETYRHHASEASDARPSAGRLHCPMCRGRLPRSLTRQPLAPCTALADSI
AALCPRALRERQLQQRQHHNHDEQQQQRPRGGAGGGFRGAGRGLRQRLRAILRICSAVVERLQQPVLEVVIVAGGVALYV
VSFSYAMATAQGVLAWWYTWLTKWSAHAGTLRDFSSCWRGLRSTRARHRRRGCLLGLVKGEERRGRTRWREDGGFGSWLA
AHCRELRLAVVEMRSHEGPVAGSGSWAGVQGVGAWVAAVQGALAAVCGNGGGEVAEGQGGFSPRRRCTSKRTLRCRSKGN
WNRANIKEVSVVPHGENGKQSHNVQEMVKTGASLSGIDVQSLSCPICCDLLLLPVVTPCGHAYCQDCFEGYRASRRIDDE
SSSISSHLHCPMCRHPLSQSKALAPCIALADSIAALCPRALRERQLQQRQHGEHGEVEPAQRLNGEGGGGPGLRLQELWA
SCAASVREVRQRLRRGMQDLPKGTVVACGVAMGTAVGLAVAVLNSYKSEIWKPSLRQHPVIGDYFPDIEDLVHGVTN   
>Vcar_XP_002947415                                                              
MADDEFNPPPELAGLTEELTCWICKQLFDGPVSLQCGHVFCSSCIRQFFDYNHAQNQRQFCPTCREPSSTAALRPVVAVR
KAVLVLPSASGAVSALRLKLEEAESRAVAMEQEAAALRAQLADRHQRSPSFPTAAPHSRTGLTSGPHPAAANTAAVTNTR
DGQVIGRRASPTTSPAQAVERGHSGIALLDKRSNGALVPEHSCGGTEAKRSSGPHSAGIQGRKTSLKAGDDDEDGDDAMV
DDQADSLTGEEQRTGSDRQGREVQHPAKKRLKRGPEPAASGGVGGGGSSRGGTAASRSQGVTKSTSRYSDGAGGDGVSCS
VGRRRRRISSSSGSSSDDGADDMDADDSNGHGDDGDDNDDDDDYSPGSGEPSGRRRGGGAVRNGRRGRGGATTSSQQLTG
RKRVRGNGSRRSPRVASGSHGSAGVLAVAPDTVGPQPPSAAGATTTTTQPQQPVGVGTAPGGVDDCPVCGSRYPLGQLQA
HVQLCLTRTGFSTGSRGRGGGAAAAGLGESGGESAGNAAAGTGTARGAATAREAAAAVLHHSAATTAPRGVPPPAAAPCE
GLLSGRRGGVPAPGPGPGPATATATAHNNRTLRAMANTQVMAEAPAPIIQIPPAKSFHPMSLKEAKKVLTECGLPTSNSK
QEMADLYNRYRTFLQTEKDRGTSKTARQLMGIFLTEAKQADRARRLPAEAPHAMADFIAKYNARMSAQVKARREHAASTA
LASEPAPPEQGQGQLPGQQGHDHHPGETPGQVREHGQPTCHRNHLDHHNYQQTHDQHHHHDQQLQQLQQQQHQQQQQEND



RQSGLPEHDRGRSGPAGDRALGLLQPAHPPLPRHGPHTGQQGPGEPGDGGVPRRDVAGKEEATAGGAGSLVSAPGRATAA
AVVGAPATVAVSDLGPRQAGTCVGGLNRRRLLQVVQSGRVGGARQEVITIDDSEEDGDGGNCVKEEAQGPSLKQREQGEQ
REQGELEKDRPRRGLTVAAAEGGELLGSESDGSGSDGEELAAGGGRDGDGGGGGGATTPCLAACLTAPHPDVGHLYRGAT
PPAVAAAVAASMAAAPAVMAVAGAVARGGHTPPPPPRRDAGQSGSGALGSDGGAVPWRGLLRPTPPHNADAAGAGASGAG
LMDISNSTGGQRMAGTQATPVSKAASLQSLFVGGAAATAAVCGNAYQQLQYDQH                          
>Vcar_XP_002945661                                                              
MALSHAFPGPGPSQGHIVQGFDLTQDDDGEEDTIDALELVGSFRTKVVGVRYYNGEANKDEMVLLVREPNNPYDRWAIRV
DNVRGEKIGHISREQAAVMSPLIDRGQLRIEGLVQGAKGAFTMPIDLFCFTSPADGEAVAKRLRGGGILLVRSQGGRGGP
SGAGQAQGSAAGTRPMTQSELDTSLERMFDEVHTTGALQPAMEPDGEVLSRLYPHQRVALAWMVTRENDCGLPPFWEEQR
PRGGGGVRYLNTLTNFSVSEKPQPLRGGILADDMGLGMWLGRGRVNIDETDRCRPAGMRAISEICGKTLTLISLIATNRP
GVQLPPFQMISLGGEDNDGSSGGGGAAAATAMAVAAAAVPPPLQQQPVAAVVAVAGKRGRNRKAREAAAADADEDDMPQP
KRRKIQEHTAGNLKVYQYHGPDRSRSPSFLASHDVVLTTYSVLGGDLADGRGLLSVKWLRVVLDEAHAVKNPRAKWSQAA
AKLKAERKWAVTGTPIQNRLRDLHGLVCYLGLEPLQERSIFTRVLERPLKDCDPRAVKKLQVLMRTIAMRRTKDLQINGR
PLVVLPRKTINIVTVHLTREDRVKYDALELQGRQVIAHALQSQTLLENYMSVLEIILRLRQVADAGCLCTRDPLPLTEAA
AAAAAPAAAGARQQVGPALTDAERHSLVELLTAGLQDDCPICMESLNQTACITRCRHIFCKACIENVIARAAGPGCPMCR
TKITMLDIVELPPDAATEQLTQAGSDVADPEGASAKVAALMAALRSAAAQQPMYGSGGPIKSVVFSQFTGMLNLVGRALE
AAGMRYVRLDGCTPAKARADMVRDFARREPDSPVVFLVSLKAGGVGMNLTAASHVHLLDPWWNPSVEEQAMDRVHRLGQT
RDVEVFRYVAADTIEERMLLLQERKRELANAAFDRRSAEQNRQMRIDDVKLLMDL                         
>Cvar_EFN60024                                                                  
MTPPPGGDNDWFEDYDTDMSDASGHPSDQDSPYQSDSDGSGSGRSSSDDDAGDDGFQERTASEGGADQYKRMYTVIDRQN
LRRMQDEALSQVQSILGCSTTTARALLIYFSWDAEARSVGREEVYKRAGLVSQAEEAPQSGAAAAAADEVSCGVCMCDVP
RQDTTTMDCGHTFCNDCWQEHMRISISEGMSRRLKCMAGSCGVVCNEVKVKQLLKGNKPLLAKYEETLLESYVDDNKRVD
CTCGHKFCFACCEVQHSPATCEMYRDWEQRLRDGSETNSWLHANTKPCPKCSKPVEKNGGCNLVLCRCGQAFCWLCGQAT
GRAHTWTNIEGHSCGAYKEEAEARANEAQRNLKRYLHYLTRYEANLHAIKLEPQLRKGCEARVDRLMEADPASMTNFSWL
SDALTQLFLARNYIFAFYMFGQSMFREDFTPQANAINQALFEDKQGQLEAEVERLSQLIENLEFQWPLSLISDSSWQGLP
EQRMGIINLAAIIDMRIRKMYEVTGEGAGDVIDLTAAHSDDGRTGRAKGKAPAAAAGRAKRKAGS               
>Cvar_EFN60151                                                                  
MSAAEAALPQLPQFQQQQAEVQHQQQQQAQAEPKAAPLEEEDPKAALLKGLDDSSDECLFSCNICYDLASEPVVTLCGHL
YCWPCLYRWLQVQSHCRTCPVCKAGVEKDKVIPIYGRGGNEDPRSKSKGDLEAVPQRPAGQRPAPVVRNPMLQPNLNVNA
QQSGLGIIPTLFGLQNGNGNGGYAEPLTPEQQHQAFLSRLLLMLGSFVIMCLLLF                         
>Cvar_EFN59138                                                                  
MADRQAQHLMDMLAVSSTRASQLLGEAGGDLDTAIALHFANPAGTSSAPLSPRHAWESGSAWSELRALLGDSITQQQAQR
LLLRTGSVAAAADLYFDNPSAAGPADGAVRAGGRGGGGGNDAITISDSGDLEDSEEEDEEDEEEAEQQQQQQQEEEESRP
PQGRIRTGGRRRGSHRGEAHPPGRGGERTSAGAAGAAPSAAGARGDRGGRGLVRSPQRGAGFGRVGGRGGGAAAAGAIAQ
LLAQVVGGRLFGGGESSDELSEYSLGSYGGEEESEEESEDLPASPRLGPRVTGSLPDLNAAAAEWAQGEAMRQQGGGGSG
GAGPSAAAAAPARQPMRPGLLPLPQLRREGRLFTASLEEVPRVARPGPGCGPRFPLHLGAVQVPLAALNEALLKAVQGKR
HWSELEWGGKSKLFHNFIGPPYPGYFTPFWKTADAVPLSELAGEGYPPNMLEPWARLALYRSSERGEEAVACVREEHSWV
SELLYSLWVLETAGVVEIRCRLVAGQQPEEQQRGQQQQEQAQGPAPPPQQEQAGQPAAGQQQEQAAEEHSPPAERPAGDG
GRGQGRSRSRGPSQPPAPAPPQPAAAAAAAAAGGTRAPKRGARAAPVPAAAAPTSEAAGSAGPSGGGGQSMPPAAGLMPR
AVQLDVVVTDVVRHQLWWDEEDGDLSEHMEQGKGGGRRGGAQARRRRTLLLALSANKSRWTKVGGALGKVVAALLRFGRG
LGLGPDADGLLNLGGVAPQEWRQVAAAPNRRRLFDVQALLDSVAHKRSGLHAMKAPRGLATQPKQYQLTGLQWMLDREAK
GDALGRGQLHLHPCWLQLHTQDGQLLYMHRLRPHVLSPNFYSAPVGGTCGGFLVDEMGLGKTLQTLSLVLSNPAPKGWAV
SRLDGLQATADSDPVPIRCSLIVWAEEIERHVQPGQLKWCRYVPPGAAVAAAAAAAVMPEEAGDGGATRRSRRVAMAGGS
VDLARGAPVRPIWCRAPDGSLMAAHEADVVLLSYEQLRDQMHATGGGHASLFGQYGFWRVVLDEAQLVANSSSVAAVMAS
SLWRRHAWVVTGTPITARLDEIKGLLEFLAYEPFHHSTVWRGLLQHLYEQQSAGGLLSLRSLLRGVMLRRSKADVAHELQ
LPPCTREDRWVALSPVERLCYEQSKRAFVDAVYQLAQHQGAAAAASRGRVGSKVVGRAQAALTALRQSCCHPQIVRRTDD
VLGKERRSMREIMASLVVKAYGEWDQAARRLLDARLIAAAVAGGESLHPLLELIRANQAAAGSPDIRHAASHTRGVHGEV
DAAALQAAGEAAAGAGQPGTSAAAAAAAAVAGAGAASGSRAGPAAAHPSANDSPQAAGGGSQQAVAANDKGKAPMGAARG
KQQQQQQPEQQQPEQQPEQQAGGAAAAADTEAGDRQLAERMQAEEEAGQQAQGKVEKQQTQEEKDAAARYRSWRKLELDC
QELYCHMLRQCASGARPKGRAKLAAPAAAPPPAKRARRGGEAPAGAASEAAAAAKKPDRAALRVQLEERQAALESLRQEL
RLREDGVADGRLMRRSRRRAGIDADDTEAEVPIDIEEAEEQLLNAKVVLRTYNEVLARRDPHKSARAAVTTAGAQQKECS
EAWHHLRHMINKEAALLAADKGKAAAGEEEAGGGVQGPAAEQTDLTSCPICLDDLSTRTITSCGHHYCPPCIREVLAQGT
RLCPICRTPLCEADLFDAASEEEAALNRAAQAAAAAGTNADYGAKVGGSGGVGVSALLAELAALRAADPGAKAVVLSSWG
RLLRLVGDALRANGVGHATLAGASPGEREAALHAFLHDPACAVLTVVMSTAGGAAGLTLTAATTAFLLEPCLNPGLEAQA
AARIWRLGQTRPTRVVRLLAEHSVESAVLEVQRRKLEGGEVTAADSPLAELDAGMLLSIYEAVK                
>Cvar_EFN57966                                                                  
MLSQHELLKRIMEINKDPSLSDAEKASARQDLMSGKWKASEEDKETAKADDKAKAAAGEEKDSSLLDDDTLKCAICFDLC
VRPVTAPCQHNFCLKCFQVRPARRSKKACPSCRHEFGAKFAANPRINTALTVAIRAFKAGDARAASKPFVRINNDDRPDE
AFTTERAQRAGRANAASGRIMVNIPNDHFGPIPPEADPRGTGIKVGEYWKDRLDCRQWGAHFPHVAGIAGQSNVGAQSVV
LSGGYEDDRDEGEWFLYTGSGGRDLSGNKRTNKEQSFDQVFESMNKALKLSCTKGLPVRVVRSYKEKRSSYAPTEETPVR
YDGIYRIVKCWRTKGKQGYLVCRYLFVRCDNEPASWSSDETGDRPGLETSLPKEATEEMRKADKGQVVSMSDKPWWDWDE
EKQAWGWARDPPISQKTAGGASGKQGARKKVSEQEKALREFACGICKNVPTEPVSTPCGHNFCMPCLEKKFGGIADEIDA



GAATGRSLRVRKVLKPCPTCKVDICDFLKTAQANREMTAVIAKLQAAVERARLEAKAEAEEGEEGEHGSVPAWQPGCTAS
RRRPCFCCSRGPVCLREHACLCP                                                         
>Cvar_EFN57374                                                                  
MASKLLRPAEHCGAEPADDLLCALCHSLFHGPVTTPCRHTYCSFCLGRLFDMRKPADGRKPAQERRRECPLCRRTLWLAE
VQPDEDLDQRVQLAFPALYAQRGCEIAEERARLAPRRLEHKRVFIGNDHALVPPRAGSGNQHDWTFFVRMESLEEEREFI
EQVVVHLHPTFRPSTLVLSEPGNFRVRRLGWGFFVVHAEIMLRPEWGGRTLALHWLLDFEGEGSMRGVELELEHRPAQPV
GTPAAAPQAARGTATVAARQDEGGAAGGAGHGGDAAAAGIDGTPADEGEEEGGRGEGHEESDGTSDSESYGPEHGDAGGD
YDLNRYVGGGWASPHSTSASEGDPAVFNDDEALESGED                                          
>Cvar_EFN56370                                                                  
MENADSNSAQQARGCGLPEGLLAKVREELTCVICYEVSVRPSTLPCGHTACRGCFNRALAAAASQPKCPSCRAPLPIGMP
ALALNTTLKSLAELLLPDECVQRGSATSTPPEAPRPAVLEQRVVLRSGAGGRAVSLHSSHELNRQERSSAGAGLQALLTV
MEDRWPEARQQGTRAAAEGQQASRQGMAARLVPGADAPAAPAGAAALPRWRSPAARVPPAPAAQTEQQLRWPSAFSRVPD
HTPQQRLAGADAPTLMMRVLDRVNRELSGMLSLVPEMEGQVRQAQQNQSDLDRLLQRLESLHQRFPTPSNNRRQAAAAGA
AQPPAPPPASGLGASPRTSPSSHMRTAAVPEMRNEMTWGQDGIDTTLTPEQRYALAVRVAHSTAPGQALLAVRYIGSVYE
AVGDGGEAPTALDTTASDLYAALAHQLSRHMAGAEAALGRTTSTASTAPAAAATPASAAAAGPPSSHTSEASATAASAPP
ASLTAVAGATEVEPGVPPTQPAAGAAAADSVLLSTQTFVAAALDTLLAGLHLPHVSSQLSQAAIHECLASSLCVLANAAL
LPVNGSAQVQRSLSKLLDMLVCSPGAPAVMGALLSLLRAPFTTAQLRGTAPPAMPAGRAMFMHHLSRTLIKSTLLFRRRA
EGADLGAVLQSLHLLLSDQRHPDSPTAQQQESAAKRFISAVCAAVQEEGITPHLALLPAISPVRSIVAECIAALDGPEPV
SPFILSALHTPQPPVPALAPMPVPQSPTSLAPGALAGLIAPLSHFCTELTAAASTAAPLPSSHTICLGSAMMVDTLLLTL
IQAAVSGQIRLSEADALRLGSIGSIPLQTHLALLHDMALRSSDLDSSWNHFTYCCQIVSTLLRFTTTPGMFPPRVLAALR
ATTLRPPILLGWLQKSTAIAAELLRQGGPSHVPVNLFDVWTDVLHPENKVRELLECQQLAPLHSSIVRLLVSCLAAVDQD
SVQADPSKAVVCLQLLGLADLYHGRHTHELDTGGAALHATAHVMRSLAAADAALATAASVGLFLWGLNSLAVLLSDIGEL
GDSPTQATVQARERLIIAATTQLGDGTLQAILQLLASVAAAAPGTSPAGQLQPAAAS                       
>Cvar_EFN54820                                                                  
MNSYKDFRAGFRREHTVGAEKGSGSHGPLRASTNVRMTVRFDYQPDICKDYKETGYCGYGDACKFMHDRGDYKAGWEIDR
DWDTQQKEKRERLLAGWKPEDEEEEAKDSEEDDELPFACLICRRPWAEAQDPVVTRCKHYFCEQCALQHNAKTPKCFACE
QPTGGIFNVAHEIVRREKARQRKEAGDD                                                    
>Cvar_EFN54350                                                                  
MVTLIREPDNPYDGWAIRVDNVRNVKVGHLPRVLVCHLSPLIDQGLLVLEGIVPRAGGAFKMPVQLWCFAEPQNRQRVVA
RLRAAGKVLNDPAQAGGGGSGGRGGGASGRGGASTSATAEAPARLSAKQMEDSVDRLFDELMAESGPRQRLAASPEVVTA
LYPHQQEALAWMVRRENSNALPPFWGPRVADAGGRLTYVSQLTNFISTSRPRALKGGILCDDMGLGKTLQVIALTCTNAP
GVQRRQLRFFTEGEAEAEAGLARQGDDAAAEEEEQEERPKKRQRKGKEKVGAKPAAKAAGPSQAPKTKAGKLAVEAAERA
VAEEVPAAPPAASGPRGTLIVCPLSVMSNWQMQLEEHTQGKLSVCVYHGPDRDRRVASLSSYDVVITTYNILAQELSLQN
GVCKVDWLRVCADEAHTIKNTNTQMARAAYALRAERRWAITGTPLQNTLQDLHGITRFLRLEPLDDRALFVRTLERPIKA
RDPLGLKRLQVLMGTIALRRTKAQQVNGRPLVALPDKTVHQVAVQLDAASRAKYERWQAAGRAIVERHLEEGTLLQNYTM
VLEVLLRPRQICCHASLAPGEDPSFLAQQPAAGAKLTPELAAQLVELLRAGLDEECPVCLSELAQPCITLCKHIFCKRCI
QMVINRDKAACPMCRGAISEKELVEVPEEPEAGTQEAAAAAAASRGGAAAASAAGGGGFGSAKVAALLERLRQDAAATAA
GAAAGAGGGAVKSVVFSQFTSYLDLVEAALAGEGFVTGRLDGKTSAKRRGEVLRAFQSSSASSPTVLLVSLKAGGVGLNL
TAASRVHLLDPWWNPSVEEQAMDRVHRLGQTRADSIEERMLALQEQKRDLMRVAFDRRKAEDIRQERINDVRMLMEL   
>Cvar_EFN52536                                                                  
MIPPRARTRSSSRQSSQDEAGAAPETACRRAKAASPAAAAAAVPAPRGAAVASAAPRRARADPADGGSAARRRQGQGLSE
EDFTCAVCWDLLLDPVVSPCGHDFCEHCFQRWAVVQGKQSCPTCRSQLGAELPGVCRRLQHTLEASFPQRVKKRRAEVAE
QREALAAWKRAREGEAAAAAGRQAGALHEPDLVMPAVQQPQAQQAQQAQQTQQADPLHQLLWGLQSSPATLPWHPPAQQQ
EPALAAAAAGAAPPRRRHPTTRLQAAAERAAGAAQAQQPQQQAAGSGTAWPLAPPLEQMQFSVGWHDSRPRRRRPRRGAR
>Cvar_EFN59151                                                                  
MQPPLPPLPTLPQVTPLPAAGAMVLGEEEWRCPTCLDLLYKPAVNTTCGHIYCFWCLHKAMSPYTPSSCPVCRAKYTHLP
AICPKLHRFLSCQLPERYAARRQETEAEERQSGGASPDPEEAGPLPPPASPGAWRPLHFACDSPACRKLLCRPVVLTCGH
SVCQLTCLPSCCCCGGGEGATAWECPACGMATRQPPAVCKQLGDLLVQLFPEESARREAECQQAAQERVAAEGGGGGSGS
VQPPSQSQQAAQQAATRRRALARRVAQAAAAETLAPGGQPQQQALSPALATALRRRQAAGGRSQELAERLEANLQQLTGD
AYTHHGVGCDGCGAGRGGLYPIQGRRYQCRDCPDAMGFDLCGACMDRGLSDIVGRFNQKHTPEHRMRLAANPELPMDQLM
WLLELTLTGGDEEEQRAPPPPQQQQGDRHAPPQQQQQGPPAPAGGGGSSGSGGSGAAVDGAAEELEFPALRRGPRPAYDA
AAQEPSPSAHARPQPAPGQGAAAAASQGPGERGLIGGSDSGEEQEVHTVAAAACFACWPNSEHQTRNIPLSLDSNRKMSS
FFAPGWCRQHAQLIGYLQRLKAAEEQCRTCSGGGALTEALADTIGFELQRRPSGIQHPDAGDGVFLTAGGCPAGGILTLY
PGLVHDMGDFVLLLGVSAPDDACAPAPPAWTLDNHYLLQLRCLNAACLVDGQPGGLSAQRFQAAAASWAAGQPEAALVNA
SWLALGGQQRAELDGRLGCEALLRQAALGHMLNHGPAAAANAAFDMCPLPAALPPSLQRYVPSLSVGGRGEEEVRWVPLV
TARTALGATAGSPVELLVDYGINPLSLGFRPWIPLRATACNANGNHFRVSLTIAIRRRCKTCLKGYTGFPRPAATTRWDW
SLAGGPKARPQCLPHRPTPETAAATGGGGVWWCGLAHHKAEARKMGTRAAKVSSLAALLAASAEQPPPAAVEEVNGGAAT
APLERSLSAQLQRLYTAWEQGQVIFDNL                                                    
>Cvar_EFN58609                                                                  
MKRKRAPKRDVPRPEERNFLAPPEHDEGGGGDGGGGEGVDWAAGEAGLEDSDDSEGYAWRPVKRGHRHRRRRRVLGGEED
GPLTVAVQAAPPAEQRWRFAELAVEWREAGSSSSQQRLELEDGQLRLCLPPDGGDVRVHYQASGGALWLGATAAPPAEGE
ALLLLLKSGHLSCSVPALPSGASGSASGRLHLSLTDKAAADAAEHAEEQQQRQWHRQLLAVLRWLLPQLDPEQELELQSP



QKQAELLASPLCSPRAAAGAAAAGFGNPAAAAGTAAAGLASPRSPGAAAGGVPGAAAGFDVSELYAAVKPTGREPELPAC
ATAAYLLPTLRRYQARAAQWMVLREQGLVAAPGEAAAAAAAAGGSQAADIKAEEGHQARDGAEPPLHPLWRRVPCSAGGG
DGSSSDAGACFFVNAYNGRISLERFPATPEVRGGILSDEMGLGKTVELLACIAAHPYTGPPPTFQKPQQGGQRGSKRRAA
RVACLCGATSEEGYEGLWLQCDSCDTWLHAACCGLRRAPPGDFVCGGCQRAAAAARVAQDCGATLVVCPTPILHQWRDEI
LRHIKPGALRLLIYEGQPQPGAGAASKVVTAAELAAADIVLTSYDVLRRDVNHCPDEAEQAGAGRSLRWRKKYEASGAGG
WAYVGLRAAGCEVMPTPLTRLRWWRVCLDEAQMVESSTAKAAEMALKLHTVHRWCVTGTPVSRSLEDIYGLLAFLQASPY
SNRHWWQRAVQQPYEAGSRAGRARLLSLLRPALGGLLWRSSKADVAHELGLPPQHHHLKSLQMSAIERHFYSRQHQECVA
KARAALSSQLLAAATAAAAAHDGVAISDSREAGAGAAAAAEAGAAPASPPAVRLPPAATAAAGFEDRALTRREEASLLHP
LLRLRQACCHPQVGGAGIRAVGPAGHNRSPMTMGEVLEVMLAKARVEAEDAQRLLLASLNGLAGLLLLQEQPVEAVRAYR
EALATIEQNKSLIRADKLQQLHTLTNLAAVLGPEGRSVEGAAPTLRDAWLETEAQEIREEYLAESLSRLTDAAQEVEEVQ
RHVQRCKAPLLQHVSAAEAEELLAGWYMRGVALIVAHGRDHHTQRAVAERIKEQVKEETMYLRSVSQNAASIASRFRDLH
GLELAVKQEVRELGRAQAEATQELQRLQAACRAPPPALVELAATCSRCRAETAVAGRVCRHCRLEELFWSWEGWEGWEGG
AWACLLSVHNARGPAHQLQTTICAGLSPPAAQAGRAFALYSKAREGGGRVTADDAIRQAQQATLFNRVGRGGLGEAAAEQ
LGGSIGDAGGEDEEGGHHLLLGAGRRDDAVAKTEIVRRPGDAENVLRLLLHQLRLVKKDLVMTAGKAHLELMEQYRRLYL
KARALSLAQRQRLYAVDELEQCTMRIKLLSDNELRLKEGEEIYRVYEHEVPVRSTELSNDKASAELELHRKLGTLRYLTG
IKAREAARAAAAAAAEAQVAAAAEEDAAAGPMGDGVEEAGTGAAGKHSVAPAAGAGRGEPGVDAGLPCQPAASEAGTTAA
ARGLVAAAAGEEDREDICPICHDRLGQEMVMLACAHRLCCRCSVALQERLPAGQPKASRRIECPVCRTRVPVSDLVYIDA
RLASPGGKVRRRSGRGCCRACGCCRGSMGHRQGMRLARACNWLMGGRLLTACATCELQRARGEEAEGEGDIEVKGSYGTK
CGVFEHRTSLQQGKADWGISMATFCWKGMQRESRGEVS                                          
>Cvar_EFN58479                                                                  
QDLSCAICMETLSDPFVTACGHTFCYGCLTQSLQHNKHCPACSHYLTTDLIYPNFLLSKIVKQARSRAVGTPLSALELLQ
HAVADHKEGLKEEDVDVLLQQLWEHKQALQQQQREASMELLLHFLHSSRQDKVQRLAQLQQELQCLDGDIQKVEAAGAVA
TAVPDPSHQGRPVTPGVGPAATVEIRAGAAEQAQDDAEMESQERLDGAFTAAQQAQQQQPAAAGGTSSGGGGSAGGRNGG
RDVLSLLRNKKRRIASQFDDLQQSYLQLRAAQLRRTQAAAAGGNGAGEAAADGAVGALIDEGLQEFSRLLSVITRCNKIK
LVAEVQRPPLRQSSAIVSSLEFDKEGALFATAGVSKRISIFEFASVVPSAASPGLHTPVVELVSRSKLSCLSWNKYIQAH
IASSDYEGVVSVWDVGTSGQLLEYEAHSKRIWSVDFCEADPTLLASGSDDCSVKVWSTKSPSSVAQIDTKANVCTVRWRP
GSAHELALGSADHGVYLYDTRRTDAPVATFRGHRKAVSYVRFCGSGELVSASTDSTLRLWGLGAPTTDALRVFEGHSNEK
NFVGLAADGDFLACGSETSDLYVYYKALSKPVAQQAFTAPGEAGDADTQHNKSFISAVCWRPGAQTLLAANSMGTVKVFS
L                                                                               
>Cvar_EFN58371                                                                  
FPAAAQPNLIRAQQKDELYLQHLTDGCHDVVRRVLGPHRALRWAGETRALAELLYYSLTTGTGLQTPGEEYCDVLQVAGT
AGAPPGAMRRGLLVVLHSLGPYLADRLAAPEDDGFAAWQQAQADAHPNATAVALQHHEQQTVTTGAALLQRLASAGRQVA
GAVQRASQPVTTHLPAATAFLKVHGTTVMRIHLALFYMYGLYYQPVKRVAGVRYLFLGRAFEGRPSYRFLGVLLVAQLGI
SGLLWLLRRHGGPLQLWASPRAEDATARRQAHAGLQAEDGKPLPNTIAALAGGSGRPTGSATGDASTEVPSRRKCPLCLS
ARAHPTATPCGHIFCWQCITDWCNQKPECPLCRADFNPSWLVCVRHADF                               
>Cvar_EFN57321                                                                  
MGQLVEEQFLEALECSICLSLLQEPCTLPCGHTFCLLCIREHLDIAARRRCPLCNMAVPFGHQLRVSILARSLVQALAEK
QQQGQQQQQQRAGQRKQQQQQQEQRQPEQRPTAPAAAAPASDSDTTPPPPQHGGGSPALHRGVRNGAVDTRAEPLQEAQR
PEPAATPQRQGGQPAGVAAGSGGGTPHLAAPSLPPPAGTPQQQQQQQQQQGERQEPQQQVRPGQQQQGDEAPPSPPQPAA
ASPAPPPRPSRPAAPKPLLQAALHPLAEAAAVGAQLLLWALLSPAAGCLREALWIALAIVLPPALAVWGRALLWTLLLGL
AAAALAAQRRWGPLAALLAATAAADAASALLGGRRLLPGHPPPAPW                                  
>Cvar_EFN55371                                                                  
MAELFETLARELSCSICLCVMSPPVARLPCCHYFCMGCIQQSVRHKAQCPVCKCKVGRRDISSDDTMDRVVLAFADLDAH
KEELIPSSSDDEDDDMDAEVAPAGEDADVAPVEEAEAGAGSPQPHMRHQPQQQQQERSLTLFETARDSLDGGQSPAMGSA
GSGHRQQQQLQQQEGEGEEAADGQPPAAGGICWLAGVDNEEYRSPSVSFAASGHQRRQPAAAAAADARRLSLHSVRTKPA
QGEEEGQEQEQEEAEAAGAGAGAHAATAGKENGGRQQEQPATGRSGGWQQRAPKTAAAQRQRRAEGNQAITEWLPPAQQG
SQARDKQQGRQPAAAAAAQGAAEAGGSLQRGKEHRKAPGRAAGGHEEADGYGREAAVSAPGVSSDLRGLADDIAATAAAV
AAAAAPAHSSQAASGAGQLTPAQAAQAAAPATDRVTVQEEAAVAAGQPTVVRPAPAPGRAKGGARSAASGRKRASGAVDA
AQAAAGDEDGGAGTAASGKRGKKAAAASGPASAAAARRKSAPAVAPSAAAAADGATPAAAAAGAAAWVASTGGGGGAEGS
SRRRIPARLLPWNCAHCTYGNLGAAHKCEMCGLKKKVLAGAELAVLAGATPAAAAAQRLQDVASPAGEAGEAAAAEAAAT
EAAAAAAGQAAGRQQRQRKMSGGGGGGGGSGKRRKVAAPSAAAAAAATAAAEPAPAPAAPSPAAAASPSPAPSPAAAAEA
GGGCWSDRSASSRWLLLSSSLSAAGRQQLQQLAAASGAAVAKEWSGGVTHVVCGTAEGAARRTFKFLRGVAGAKAVVHEG
WLAACLQRGGPAEEEPFMVARDHAGCEGGAAAARASAGLGLPPLLRGYEVYLAGEFANGGEVAELLQAAGAKRLSRPPTA
THSAARGGPCTSFLLCEAPDAGGSPHQQQAAAAAGPAGQQGGAASAAAVPKVVPPALAAAKWYQKAAEAGVPVVSRRWLL
DSISSYTVKPLAPYLL                                                                
>Cvar_EFN52531                                                                  
MATGVPRGGDGQEPDPSTGGWDCSICADILVDPVVGLCGHDFCHDCYSTWTIEFGRNTCPVCRARLPATPPAICLRLKAA
VEATAGARVAARRLEIDKEVAERRQRRAEAAAAAPPPGRRSLDSQLAADAELAVRIQRQYDEADAHAEAQQAERCSIQLR
QRLAGALPLPLPPQAASYPRDRSAEESRWLCCELGWPRLAGQRAAADPQLFCQEMRLHREALSFPRLGHLPAPDPAGSDY
VWEIAPLELIDRLQDFSVQWQQRLARAWPPGLPPVDAGHPGELSAEESRWRCMHAAHAAQVAAARASSAVAAPPTPAAAT
ATAAPGGQSWQQPAGPPASLSAGWQ                                                       
>Otau_XP_003083334                                                              



MGVAELPEPDACAVCLTHPDTRAALDSCSHVFCVPCLSRWAKVETRCPLCKLRFTAMTPTDVRLDAQCGDRVEFRERNQG
DRIAIEEVESDDSAERIFCDVCRAGHDEEVLLLCEACDVGAHTYCVGLECVPVGAWYCELCRDTGGMGSGRVKWIVRGEN
LERDSAGRFVEGAVGVSERRCEVAAAAAMTSACGKSLVSTSFARLGLGCRAIPRATVPAAPSRLETTVDNGPKDVVDEAW
GTLEKAIHIASGKPTKKRSAGKEAAIDIASTSAPKVRKRPGVCVRVDALSPGWSMTANAWKRPSEAERAAPPPATSRDHP
SKSKTSPPLKISSPSKETKFAAAARVKDVLRPLYAAGRITRERYKDVARVAVERVIAADAATDTDTITKIVNACITIRN 
>Otau_XP_003082884                                                              
MTCFSAPDRLAAARARLAAPRAPRPPRCLVIIHRRARMSTPLGGFPAAAPPDVVRASQKDDAVASALAERFTDCVARVVG
PRALATRASTVRAIGRAFYPGLTILSGTRTLGEEYCDVTCVDAEGRTPSTTSRVTRFLVHAFGDEVIRGARRWVERNVER
GVGLRESGARAAARAADGGARVALALAGERVQRVGEEDEISHGERAIDARGGFANAAHLALFYLYGEYYEWSCRASGTRR
VFTGAYAGEERPSYAVLGMFVAFQLAVVSFERVRSVVRGANVGGDASAERRARENRVLESDGTPAREVVVDAAPDPPRDV
FGNVIDVPGTSAKPSSASISPLVAAKCALCLSQRRAPTATPCGHVFCWRCVAGWASKKPECPLCRAPTTPQSLVPLSNLA
SA                                                                              
>Otau_XP_003082406                                                              
MDRDKSRELFLQSNFRFMLVEYADLDRASRDADRMVSWEDVVAVEHGSVGGVTCPICLDEAPTAPQTTTCGHAFCFGCIA
RHALTTRESGKPSKCPVCAVEYRLGDLRSVRSTPIEPPRVGKRQKFTLMQRRRDSTVPSKRDAKATPAPAPGQWPRALPH
CGCDSFAKYTLTSEEVAIATAELESLEARVAALAEESDVAELPFALAAIDCLTRRLDRWVERRCAYEGVDAPRSRAPPPG
VAVTPKEPTRRAEPEAFPALPARTRSTTAFLKGSEVVVESAFTDDEEEEADEDDASDDSDTEKGTTGDVNALTASIAKTT
IEESRREETTATEERAKVTKSNETAPNVYYFYQAPDGQPVMLHSACMRVLLEHHGSYEALPLELEGDVVEIENKTQDEEV
RKRAAHIRHLPLTTEFVMIELDMKPLVHKKILDGAAGNELRQRAKRRSQKNAAEARAKAKEKRAEAIAKVKSQPFSKSVR
DSMPALGSNTSDAPPPTPDTRQRRSANVWRCTKNIVGLGFASGGPNLNFNTGDEFGPALGSSPPVTTAPIWGARGASPAT
SVDDNPQGSKKKGKGKQVLFRIG                                                         
>Otau_XP_003082309                                                              
MPVEERDATRASGERETTTGRTTSETTKPSAFKKRGGTTRANARKRAKESESDDANESDHDDDNEPERARKRRQGGIAAS
SREVKGGAYERFAFEGTRAVGARGDMGATAQLEINTAKEMDGRTMREQVLRQAVERADGFEDDKKYRGTNAYVDYRAGFR
REQTIASEKGRGAHGPMRAATNVRSTFVMDYKPDICKDYKQTGFCGWGDACKFLHDRGDYKQGWQLDRDWELKEKARKAA
EAKMAALGEDGAADNSEEELENDLPESCSICNTPWLDAKFPVATSCGHCFCERCALQHNAKDTTCFTCGKDTGGTFNAAK
DIIKRVKECKATGRAWRERRKSEKRLDDKPASNSAGWVLAASSGVSVTISFTACTASCNSMKMHLYTARCLFTALFPSNA
LAMTLIETCLPFPLSSRTSTDSASNPSLIFCCICSINALVMLFPSPPVANARANARLRSPTCVDPRRTPVVDVDVIARSV
IAIAGTRRASDAIVCRRGDVTPHRTKPWYTNDTHASSVRFR                                       
>Otau_XP_003082034                                                              
XRLSVTCVGHGERAAVTPCGHLYCWKCIRKWMDAGTTRVRCVRSAGRAKSRTGGSDDDLESSKSLATVLGLRGIDTATAQ
ANQLFLARILLTIGTLFIVCLLII                                                        
>Otau_XP_003081741                                                              
MTTQTRALDQGSVEKRVRRTFNSREPRRMSAPIINPVFIVYGVVLARAVYDRHGARLAAEYDALSRRLSRFSRRQASRMR
GALFDRRGERAVEDALRDLADVNGALAKMSRELGLGDLGGNERFRCQLVVRERAPSWVPMFARRAMCECGVDIERVPASE
VDVAVASTSDREQNRGGRWLRAAYGYVAQDGGAAVSSVSGAADADDGYEMVHVIRHATFDEFYGSLKPLIQQLVVDFEAE
LRGAHVGAQHSNDAEAVAAPGNLDEEDEDNICSICMDARLRVVVNCGHAFCDECHTRWLRVSMTCPVCRAALPRETPGES
DASFALVDYDDVREVLGHGARRNVHEIAHEWRQDISSRTTEEIESDLRHRAALLAERIGCLPPAAERRDAFASLVDAARA
VAAIS                                                                           
>Otau_XP_003080059                                                              
MIPLAPRPRARDVEETSSSATTVDDREIRSSIANHRRDHRARSNRSQLDPALRPTFFELIAAERLVPSLKGALAYTLGTL
ANAGAPTLAHSAMNRGEEVFALLTLCAELRAFASGDGSLAESVYGLQRVPRTLTKDRLRSDGRYRIDRVQRLGSALALAL
GPWARAKAAAAHARLAPSAYASGAGRRRRTFEADGEADFSGDERAVATAGDSEMVERDAGMSSAAQRAFVAAYPYANALI
EAATFVTWTGYLLGQWNVNDPTAAERIGGERARVGGDAQASAQSSARGFESRDARGECRRAPGKEFPAVIGFKLTEWWYG
AAEERVSGATTLPVPPPPPRPPPHPEGVALPDDPGACPLCRKMLRNPALLTCSGYVFCYACIHAHVVRRGDCPVSRHRAM
NGVDDIRRVYEH                                                                    
>Otau_XP_003079815                                                              
MSEASSGPCALVLIEDPTALDGADVPEHIALQPLRRRGEGKDDDTREVPGLPRASDSRVVITIGRDATKVDVAMDCTTIP
LLLSRRHAHLTCDGDAHYVRDLATTNGTFVNGSRIEAKSDVALRDGDVVAFGGPRYVARNAGKLANPFRFRYVALERAGV
DAGDARTKRQRLSQGSEREFGLGGVEVSAQASQVYQPLQGSQTSETDEELDDELKARLRRVFEGEDAFAQACAKRYFGVV
SPVESPLRKAKDATAPKGATRGFKSVHQSPQSADDDEGLKEKLTQLVVERLRDRPMWMESELKCGICHEWMTNPHSVITC
GHTFCLECVDNSFCHSYTCPLCRSRPSAPREFLFAPATLATKLLEEYVIPTLTTKELQLRRAKDTNAKEARDRRVKRATE
LLSSATRNRGTEASAPETQFVSPQLVTPSERSIP                                              
>Otau_XP_003079666                                                              
MPRVKQRVPTRVRSSASDVDPVDVGKGTARARKRQRGAASAQRASEGCHGDGFIELVDATGKDDALVFSVPVPSRSDVES
CRSPGDASVTGRIKVETLGRCGLDVARLQRAKWTRCKASADKRSLEVFVTDVAFDDCSRVLLADEGLGTVHADLKRNCGA
LARAHAASSEKAESRGASGIGLDLNALFDAVKPNAETCPEFEVMNDVLLPTPRGYQKQACAWMMAREGAVNAPTGALDAK
RGGAIDAEALHPIWHELPNGGGYINRHLGIVSKRRFCANFESVSGGILADEMGLGKTVEVIMLVLANPEPERLKRRNVEM
KAAMESAKKKTHVQRAREPEVKKEELVEAKASPVVDLMETVPEDTSIVQCPCGAKDDDAYDGLWIACEKCETWMHARCVG
LCSNPQQERHLMGLSSEALERKLHGFTCGKCIAAHASATVDVTCGATLVVCPSAIIEQWRDEIELHVRPGSLKVIMYEGQ
SSKCVAGGTMKGVFSAKELAEADIVFTTYDTLRAEIDIDTANGHGLEGAERARRYKRKYEVVPTPLTRLKWWRVVLDEAQ
MVESSVSKAAVMVRRLPAVHRWAVTGTPISRGLGDIFGLLTFLMVSPFEHGDFWWRRLIEIPYANGDPKARELLHSLLKG



LMWRNSRADMEKQLGVPPQGEITTMLRSSAVEHHWYARQYSDCVNIAKTTLMRYGRHTDDEHIDPRQAATVMGPLLRLRQ
ACDHPQAGSHGLAGGIRSGANVLTMDQISEKLIERARVETEEAQRLVAFTLNALAGLAWINKDFPTVIANYREVLKLEGD
GQQINVRLDALQRLHALHNLSLAMNAVKANNELLRGKKIAPTMRDESLEKEAEAERRKYIAQRAAGIHIAASELELATNT
VNKHLNKWTVDRPKWWGVVIDELIKPPSESDLSRKEKGNAEGALGKDVTDVEDDDDEPDMPEGASNLLARVYQAFDGRWQ
EKQAPFTDVNGLRFTMLTDLQNIQATRMEVHQAINDLAKRTKQADEVEVRSIGMCEKCRKDTEFAVPGVQCMFCKYEPVL
EKFESMIFGVRLRVQMNRNAGGAIDSDDDDVPEPDNYVPQVTRAGRVAGERQDDTNRGGASSVETVLRMILPQQSWWKDK
FPDSTAWTQCYEESKAHVGALEEMRKEFYKFSQLIMRQREEMAARDELDMCVRRIRTREEHELPYLEAALETDGNSRPRR
QVDPIPEGLRASIIFPHDVSPLSVNFTQQKAVCEVDLRKFSSQLKYLKTTLLNENGNDEAKDKRMECPICIQSFRDATAE
VCVFPCGHRTCVQCALDLVRRRESERVSCVTCRERSYIEELMYVNNASNRSGISGKDDYARRAKRGDIGFLTDLLGTNDE
MFFSERSCSVSGSWGTKIEAIVRRVRFILDTDERTKLIIFSEWDDVLKVVEKAIAANQVRAMRAESGPKFRAAVDRFKHD
GTVSVLLLPMKRGAQGLNLTEAQHVLLLEPVLDPGMEAQAIKRVDRIGQTRPTCVHRFVIRDTVEENVQKFSTERSNAMC
DVSSDLSIHKKGKEDGLTLGEIRALLLRPTEFDDAMTQTRAAALGDAQDPIHVD                          
>Otau_XP_003079127                                                              
MSIDGALAAFREHVTTSLKELGDHLACAVCLSLPKTPIKLGCSHYLCDECAKRVFGNKKSTCPTCRTPCTKRESRMDERM
KSIVDSFTNVLAAVSGAMGECDELPFGSQIPKEQLELHGAVAQRRTSMSLVKGLRAGMPGESTLRRAVEMIWEDKETERT
QGRTKERASTSQACETADAEPIYATWNGPLIDPNAEVEGITCAFCKRGSEVGEAVVAFEEKVSGKKKVEYCHETCAMWAP
LTTSAADGSLVNVCKEVHRARRLRCGVCKKTGAPSGCKIGTCRQSFHIWCARLQHGTTFDEQGFSVTCPVHSITPTTPSA
KRSSQAPFLSTSAKHRRLGSIGPSDTSYEMVALTKPSIAGSFLNDEEKKTIEKFCAKFDCEFEQSVSDRTTHVVMSKSKI
NADRCLKKRSDKFFGGLTRGCWIVSSTWLQASLKENRIVDAEDHEVLGDTRGNQGGPRRARLNKGVKIFSDTHLIYLGKV
QSQQQLETSMQLARVDGAIVTRIEDAKISSDELSEVLNLNDTSRVVVVVNEEQSNKAARARYAEEFIPFAKRLSKAAEAI
VTHDFRPRLCLSPRGDGLGRSFYRSAGKRVSRDADDRTL                                         
>Otau_XP_003078394                                                              
MSPEPTTTTSGTKSALARDAHRHRICRRHHLSKSVMAATPSTRGARGRHDAVRTLVTCPICLDPFSDAHCVATCGHTFCH
ACARATLDASASGGGERMAACPTCGSRFTNEQLVPNAAVNGMVAEMRRMLEEEEEKAAAGSIVADGADDLERLTPLVKKL
SEKHRELVLESRAASREVLKEFLLESRARKEASAEALERELRCLSSDINAVRREIQLLGGGDDSEQLQDLLRSRGEVYDK
EVITRAMEALGLTRVGDIVVDESKRRRVLRQFNELQSWYSRRRCLEKTDDEGAEPADDACPSDSETIEEFSKLIDTFKRF
SNITMATELVTTEGGGTNTGSPISSIEFDSTEENFATAGVSKRIQFYNLERVLAGSRQPAEQIMTHSKLTCLSYNKLIRQ
HIAASDYEGVVSIWDVEKKRAIIDFEEHEKRIWSVDFCRSNPSLLVSGSDDYLVKIWNTDQRNSVHEIDMEANVCCVQFS
PNDDHGIAISCVNQKAYIFDLRRLDEPLHVLEAHRKAVSYIKYLNAKEVVTASTDNTINVWNTNSGDLTCTLKGHLNERN
FVGLTTAGSQHIACGSETNEVFLYRKDLPMPITSISFAQERAPEERGFISACTWKSDDSVLIGANSNGVVRVFHV     
>Otau_XP_003074370                                                              
MESGVRHLDVAEAWPTNALRDFDASLRCAICSDFFELPVSFRACRHAFCSACARRSLPVLETCPMCREPATEGDLMPNKA
LEHAVECFKRVRDELLEATLSGEAAPSATAARPERKVRNQRQQSLVSTEVNSDSEDSDAPIVLSGGAENARAEARSAPCP
VCNASIAMNAMNTHLNTCLVRREALSSPSRKRERSGEGAGSEILQKKMPKLAYHLFTLNKLREMCKNAGLAANGDKKQLE
ARHKEFTTRVNAIIEYGRVPDLAAIAREVNREEARKVGAGAKARIRAITATPSSLNSSRRFEIEVRRVRPPAGRTMDNHH
DDEEEAEEERSLSEDEILPLSQAAPRYVPTDDDEE                                             
>Mpus_Micpu40437                                                                
MAPPAPPPTPLASAVTTFGKDLACPICMSLFDGAVRTRCGHYFCEKCLQGSLAVKPRCPLCKETCRRREISADDAMRRLV
QNYRKVLVATECRTAYWSQMPPPRTKA*                                                    
>Mpus_Micpu55913                                                                
MDASSVVVFALPFPDRFGFSEKAFWLHDLFTRAHVIARRAPPGDAMIAVTLTCPICMDVALDTMCVPCGHTVCRACVEAH
RAKNLKSTRRKATRAQTSAGGGFDHAMYLPAPDQVLASRDVDVDADATRSSSAVAPTASSPASDGDVVSVSSDGDLVVVS
SLDDEYLGRRVEVYWPNDDPPTWYPGVVARFDPNRQHARYRVDYDDGADEWVDFPEPTVRFVSWTDWARDRTAEELVEWT
ENERDVEMIRKTARAVDAMVRDEMLLEAAKRGRNARVIKALVDAGAAMPYYRRKSGGSGRKRLRGHLWCTLRMKEYDRIR
KRIRKMVQG*                                                                      
>Mpus_Micpu42930                                                                
MASFAVAGDFVDDLDDDEPEAWPELAQQKLDESLRCAICQDLFTMPVSLRSCTHSYCALCIRRTLNQFKRECPTCRKEAS
EEDLQPNHALTLVVSAFKAARADLLACARGKKRVVTPPPSSATRARGTKRGTTGPGADRADREGRRTTSPPAPAPATEDA
TARSTRRSTRRSAQAAEPTTTTSAAAAKKTRSGARAAAAAAAGGGSGGGSGGGAGGRTTRARRARAVEVAAEEEEEMEEK
EEKGGPDDDDDDEGEPTPATAEDGGDGDFDADAEEEEDDDAVSESEYDPSSQPATNANDSRNALRAEVVDLLDDTAEEMD
DDAGDVRWGGIARKRAKKAAAAATNGERRNATATNATTPGSSGRGQTQKCPICSSMILEGLMNSHIDVCLTKGQAGASAG
GSGGNGNQNYAGGNPQPFASANGPASAAAIPKLPKLVYHIMKDKPLKKLLAEANLSTAGTRAQMIERHKEYTLRVNTSIE
CGVHPNLEQVARDVDKLERDKARAGMMTAAASNGLTGAVPTAASAANAKSDTFSRLIASVRERQPAKENKRPSSSGEDDT
AISDGDEGAAGVVAEVGDEDVDVVGAEMYETEVVGAYPETEEVADDENDDRDDDERTTAGEGGGEDDSADGAVADSWHDN
EEYPLSQMPPRRAVV*                                                                
>Mpus_Micpu180038                                                               
MGDHDAGPSTTAPSGGGGGGGFKKKGKFGRGNVRKRAVADDGSDGEDAARGAGRSSVVAPAEKKKRANAIGGTTARDDKE
KLQVFTFAGDRTLQQRGDGGATAELQIDTEKHLDGRAMREKVLKTAAERAEGFVDDKQYKGRNNYVDYRAGFRQEHSIAS
EKGAGAHGPMRASSNVRMTFIMDYKPDICKDYKETGYCGYGDGCKFMHDRGDYKHGWQLDKEWDQKEKLRKEKLQALERM
ERALGEDGEALRGSDDEYDSDDDVPPTCGICDEPWDKVRDPVVTRCKHYFCEHCALRHNAKEKACATCGKPTGGTFNTAK
EITRRVKEMKESGQTRWGKKKAKQAKVVDGEFGVVGSQGWLLG*                                    
>Mpus_Micpu189530                                                               



MHSPHNDHSRLAKCPVCAKDVHKVLITEHVELCLSKSRARSPDDASASSRAPLADADARANANANGGGGGGSSRRGASAA
DRHLGAGWRKASGGPEASTAGGGAGDARRDLLFRWAGGGARHPAGGSVGAPRAKPRARPVGPLSAWVSSRAVEEEPEAKR
PKRDDDDDDDGDGDGDGAGTRTGTGMAASAADERDDDERECDRENERECDDVDEDDDANETRAASAKETAEALGDAGLVP
FNLRVMSGNHAECGICLQPFSSDDGGGDASARPTAVRHVFWPCQHVRQCGECAIRIWQTPKAKRRCPWCKSKIEIRPRAF
KPFL*                                                                           
>Mpus_Micpu51648                                                                
MGATRRTSNVGAPADDARGGGRAVERNDRANVAATTTDERRESVHPDDGDDLGRSSADANAAGVSETHRGRGVVYAELRR
VSRDAPTTKTLPDKIDLPSPERVGDVLTLGRQRVNDVQLDCPRVPSLLSRNHAEITVDANGTHFVTDKDTLNGTYLNGNL
IPRGPCPLKPGDIIAFGGPANVLRANQTLRNSFRYEYRRPLALEAWREACTARERESVGEDGARDAAATATATEPTPGVD
DEERRRPTKRTSFRSGDAVSGDAGGGGASVARAGENAAATTRPHSQSTQSTQPTQSTQPTQPTQSTQPTQPTQPTRAPVP
EPEAVAKEILVDDGIAPDGYRSPGKACVKLSKRDLVSMRRAATKLSTRSPDFLRDALSETGVSLAESVVPLNPEDGSLMM
DIIADASRSDRERLFANVRDVVDAETSGSQGINEVSMTQAATQEYVAPSELTAATSAAVARMVTQTCHEALELHTSASGL
VSFGLKLLNATSVWDSETYNHMEKTAAAGGFKRGDLVAESIALALYPKEQMGWERTKKEDGDDTPSDNRVFAASVGEIDG
HGSDIGAAGCEAIAEAALTPRRSSDGRWIFNECLRSLTLGKNPRVGDAGCSAVAKALAPRPVRSSFMFNTTLTVLDLSSC
GIGSAGADALVDALKMVPVEDDWIFPSNIRALKLSGNQIGAKGAKGIASLLGPKNNMKSGSWSFNPSLALIDLSDNPGLD
DSVAEAFVQALKPRKQKSQKRERGDAIAKPSFAINLTLSKLRLCGHAFHDGVKKITDSLDAKNNGSDGAAKASTTVVFEH
QGSSSNAANVVVDSEGDTYEIVFPVVTGSAAERRDLSLWHWRTWITPKNASKDDPTVPSKGAPAMMDVPGWVKDMSEDHH
ITGSTVPWSVGFAFRNMLLHRFDGGDFLLAEDPSAVSAGLPQWLDDELRCVICTDMYVNPHALNGCGHLFCHECVSTWLK
KNNQCPICRHKLLVPTSKALTPCHMTQGLLDRYVLPYLPAKDVAALRDRARELRDNAAERSAAEARQANTSGGGRSNTAN
AAAAAAAATFATMITGGSGGGSIIRLGGAPPNFQAFQQMFNLHAQATAAARQGRQSGGGASANRRSSQPEDSSPIQLDIS
PMNEVSDTVQSVTGVLRNLMESRALFARVMAAGASMAENTPGDPTNASGAPTRRVEWNAVSSSIDRETLCARCNVAIPPR
FLRLRRTETQIPRGGSPTMSRVFYHANFDCIRGMHDEIRAADNIDGLSELSDQERRVITALRSVIADPSAPLCGPTAS* 
>Mpus_Micpu30693                                                                
MDAASDVHRGGLDDSHACPICRETFSDAFNTMCGHTFCYACIVEHLARAHACPCCAQPLTAESLFPNLALDKLLKQLSRS
GQLPGSPRCPARRTKEIAESINSLPLEELTPLLRSIADKHDRLVKHDKRVSVGALRDFLALSWKRKNDAIRDLEREVGRI
DVDVNWIERQIDELGGSHALRALVEERAAATAAAAARAASPNGGGGGGGGGGASAATAAAGREPGEDPPPSPHQPSRARA
SAAASMSLASVDLSETKRARVLANFANLQDLYSKIRCGGFGGLGGGRRKSSEPSAAAARGDLDEFANLMRSLTKYERARV
AGEVRHGERNARLGAGASSIVSSIEFDRDYANFATGGVSKKVHVFSFAEACGGVDGDRAASDVDAPGPIQTLDAKSKLSC
LSYNKHVANHLASSDYEGVVTVWDVEAGVAVAEFEEHDKRAWTVDYCRVDPRILASGSDDGLVKIWSTAQRGSVLEIDVR
ANVCCVQYGPLSAHQLAVGSADHRVHVFDLRNPSEAIATLRAHRKAVSYVRFLPTGDEMVSASTDSTLCVWDVKGNVAAG
YGILSSAPAATLEGHVNEKNFVGLSVGAGELIACGSETNEAYVYHKSFNRPILTYDFAEKTERRGGGGGGGGGGDSGPLF
VSATCWRGDEPVLLAANSTGSIKVLQLVE*                                                  
>Mpus_Micpu151721                                                               
MSCDPEALLQFKSGQLKQRLEVYRQEIASAEAEAASLRRKQAAYEERINVVASEWNTLQDDVCALAARAGVAPAASTNDV
SHADVKDPFLRRLLQTSEPSVGRKRARDDDDDAKKAKGDEGDASDSDEDGAARAEGGLDADAKKAVAALKLRATAVKATL
TTVLDALDAANADAGRDADDVLSATRRRLATLEADHGAAVAELQRLREITTKQRIRNEELGDKLEDVTAEVELLRRSLAG
ARSRAGEIEGLPPMATAQGARAAAGAAAVAAAAANTPGGGPVPGTPGMTPATVKPGGKTVGGAVPVTPGPPMFDGAEQPA
DGGGGGGGGGADPVEILRLEGLVAELKGRVDHAGKQLDEQMNVNAKLKSEANKLRDAAEDDSRVSASKPYQALRQQLASA
TEDAKRFKDAVASLQREGEGLRAELRHASLAASKAESEYRRAQLAEQRVVDVEKRLDAVSRERDDVAFKLSQTSESASRK
KLNEERATLLEKLQKENAELRAEATKARSMRKDVDDAKKAAAEAASEAAAARAEAADAKKALEAARGGKAPEDGTPEALA
DKLAEARRAAAAAESKAKNAEDALEEKSAESEAFMAEMEAIGAAYEEAQTENARLMSRLTERDGTEQQAMTEKVQAQALA
RKLREEKAGLEAAVAHERGAAVAAANRASRVEAAAAEREAELARAIEETQSLTKRVEEQTNTLMQVQESASEQRAAAESA
RKRVDGLTDRADADAKAVAAAERRVKQCEEEIAGLKKRNQKLTKIGGSNDEMKEEVDAYKSMMRCSVCNDRLKGVIITRC
YHMFCQECIQTRIDNRARKCPGCGAAFAAADVKPIYF*                                          
>Mpus_Micpu48703                                                                
MSAATPTLTGCARAETTTKSSVEANDDATAGVEGLRRRSASSPLEQAPSTTSVDPDAISGDDERLDGAQGGAPPQRAFLS
ALEGEKGAPSRGDRDDAGMTDCNICFEVACDPVVTQCGHLYCWSCIYKWLQVFNEAQLCPVCKAGVCEELVIPLYGRGTS
GEDPRHKKLDVPMRPSGLRLSAQAPRSPLRGDYAGGPNTTPFMFRLESLLGLGTQFATGVRSTWRRQILSPEQEQQSFLS
RLLLLLGTFVIMCLLVF*                                                              
>Mpus_Micpu46195                                                                
MRAADDVSRRRSGSTGARRDENALSTSQSATGARGANARGGVRADFLLNFRTEQRDTIVGAGRGGGGGRGQRRGSAAASS
HHHHHPHRHRPQQQQQRGRGGGRTKTTRRNVYRKELFLHANFRFLVADWADLRGAATDPDHMVDWDDVVAVELGAAAPLA
CPVCLDEPPNAPQVTLCGHSFCFACIARHAVTNRKDGEHAKCPMCFTPVRMADLRSVRRRPIAPPVVGGKMRLTLLRRRR
ESAVPSKYTPSEGNGSLPGVTTSWPRSTRSIDGGAFDAFAKYTLTSEEHALGEEERVTLEARINRMAEEGGPDAEAELPY
ALLACDILQSRVQAWAEKRAIHGGYEPPVKGPSASEAAAAAAAAAAAAAAAARETSAAFPALPERPRAPAAGQRAAFLMG
RAVEAASAFTDDEDDSEDEEEEEEEEEEEVHEEAPPADGAASDADEPAAAPPTPAVEPSTPTPTPPTRVETYYFYQADDG
QPVVLHSACTRVLLAHFGSYERLPASFEAVVVELEERAQDEDARRRAVHLRHLPLTTSYTLAEVDLTGVVPAEMLKQHGE
ELRAREKLRRKRANAEARAAAAAADADARAARDARVFSTAARDAMPALGSAASAPREDDDDASSSFDASRLTPEEALARA
HAAAEEEAREAAREAALAREEFENAEGPRGTSFARVAQWGFASGLDAPDLPGDGESWGPALGASPPAARGAGGVWGGGGG
GPWGRGDDGAAAVAAAAAAAAAASDDAGGGKKKGKKKGTVLFESAGGGRRY*                            
>Mpus_Micpu190855                                                               
MASDAADPCPQRRRAALDPPPDRPRAGGDLLDAFRGAPPAPSSGRDDNSRREDSTSPPDAPPRTRARASPSPSPSQPITP



PAPPRSPRDAADVDVAYGDEPSDLRASNARRLDALRRAVLELEAQFRWDAQQPTWDQCKDHWRGRVRDLVPCANACPSLS
RIFSDVEASISLNAQEDEWFQVHRTTWLERLKFLKFGSARVLDRVARVVIHPEEEEAAEDAYKTPWYLHWALCVYGVQIL
MLYGSVKSIGWKPLEHGGWTDAEASDWVNRVTELVDVPTDRPPQLCRSVIEVSAVDAMNTLARACSMRLLSRRGGVHVAL
LEEYAALRSQIIVFSSVNGDRAFATRQTSQRADAIATAWAVHRKHREERRRVVVERAAVSSDDDEAYQSVDDEDGRDRDQ
YDEDEDDDDDEDDDDDDDVDDVLGRGPNRVDRVVRSTFGEDAWREYEARASHGRVTPSPDFDPVIRRVARAATRRRGDAL
APDHRELLEDVRRDVETARRALERSRRDRDHDRDRDRERDRERDYPMAVSAALERSRRDRDRELELERGRRALEAYRVEE
RQLAAAAEASMREVSAAPSAQAAAEAASAAARAAEATADAFRRRELPHVSTPEECADAVIAAAQEVYARAGVPYPASFPQ
QTTAAAAFVATIEDRRALEAYRVEERQLAAAAEASMREVSDADDADDADDDEDDERSRSRLTSPDSRPPEDVERLVAGLS
AQLEDARDALEIAENELTCQICFEERRDAVLMPCMHMLYCVGCVDRVATEAMRSGQPDRCPCCRQSVCGVLRCKASARGG
*                                                                               
>Mpus_Micpu63019                                                                
MATDWAPAPALENERSPETLERVPGKIVDAWTTDEGARGGAIAEAPRGGAKTEEAPQVNNERARWRAPPEREGPRDNKVS
SECNLCSSSAVEPIVTRCGHLYCWSCVYSWLQEHKDAPRCPVCECGISETSVVPLYAHGREESERRSSDGGWRGGSGVAT
ATASAASHLPMRPRGVRVQPRRRHSRFDVIPEDRDYVWFAQPLGVDDATREEQQQAFLQRLLLFVGLIVILCIIYNT*  
>Mpus_Micpu57593                                                                
MTSVGPVNAFRASSRPAPTHCAPRARVAMSDDADVPMADAVDTADANPGAKRGRERAPEDDETARATSPSPSPSPSPSTS
TAAIAQTCECVLCLELFCDPVTTPCGHTFCRRCLARALDHSDDPRCPTCRSVVLVSSAAKTPVNVTLRALVSQLFPERAR
ARREAEEAELLAGSAETNGDALEGNIPLFVMSDVMPFDRFGLNIFEPRYRLLIRRAMESGSRRFGMKHPDSAHACEVKIL
RCDPQPDGRFHIIVEGRRRCEVLSERIQDGYVMARARFFENDADDAFTTSPSGDLQGSADEVRHVVETLTQRWRDKLATC
TEEAMLRYRSGSSDEEISSDMTVISVHRGTCTVLDAVEKIAREHDWKPGPGVAFLLGVVVRIWRRIMDRMRRGGGTVSAI
QSCEPLLFREFQLFHDKAMGLHSTASANEISWWVVAACNETTMTRGAAKVPMDSSSPVERLAFGAAVLYGFARTIEMLLY
EMSPESCGKYPGEVLFTEAQAAETNALLADEGEGYAFVCVDQNSAVTDPTKSWDLWPHTGCFCLRNEACAYHGELCVSQW
GTIDGSDAFGQRFVSAINSV*                                                           
>Mpus_Micpu138217                                                               
IYIGYIVARVLFRSAIEFFVRERGAINACLRKFQPPRGGPKLNLATALADIADANRSLADAETLPELPRAGWRYRCDLVY
NSHAGQRAFFRALRVGPKLASVVGSVSVDVEEVPASSRGAAAAARGAAAEEEEEDDAAPAAAARGGDDGEIEVADEAAAA
ADDDDGFEHVGACRRMTLAQFYTMLRPALAQIAVDALASSSFATTTRPPRRVRIAGGENDDDDDDDARLCSICMDGEVEI
VTKCAHAFCEACHLRWLSMSRECPLCRETLGREVSGTNDGSYSLVEWTYAGDDDDGDGDGGGGGGDDDTEAEAEAAAEAT
STAERVDAAWLRRRMREFPAVSEPGRRPHERWLARRAAE                                         
>Cmer_CME171C                                                                   
MAESGQVNRSPTDAVPLTGDTRAPVHSPDDTGFEASAHGTSELSKSLDAEATDAAAKRPAAASSVASSSEQPFDCSICFE
VPLEDPVVTMCGHLFCWSCLHRWMAQHATCPVCKSLVDRERVIPLYGRGRTREDVSDAPKQQTKVARPNEAIPPRPAARR
VEPPPQTANGALPPLRPGAEHLSDWNVGVGAGSFMPYGTAGGISFTPFGLFPSIFGVQFTFPPQPPTGAPSATSSTAARV
NPGDSGAYGGVPVSVQTEDATQAMVSRMLLMLGMFVIMCLLLF                                     
>Cmer_CMG126C                                                                   
MPKNGLSLGKVEAVAASLDVPEGYHWPHEAFRSLDVLTRCPICGEHFRAPVLLECGHSFCSECIRRALVYRSECPQCRAP
ASAGQLRRNRLVQDVTTAWQQARECVLTRFSPQEHAGNTECRSSKLEASTESGLTVRERTEAACPVRAAALTAQVATRGR
ARSAPVPPDEHTAAVSAVWTDRQHQNWDEAGVCCGNCEESASSAVSMSKRTEPSHRFERSAERAGAQPPNGGLSGIAAVP
QPLPVFQKTDDIYAEDWSEAAPTRTPAALPGEAARAMEPRPRNDAESTATSGHASFTRRASCERIQQRDHTKYVECPICN
RAYPPAFIQVHVNECLDQLDAVEASGFPEAGSRALAKATNTLEDEYPMRKIPEVWYDGLTERRLREMIRALGMKAPPAWL
RNRRGLIYLHREYVIRHNAECDVEPVTARKQRRNICREVEELAWFQIESARRPTRPEAARSSNAT               
>Cmer_CMK039C                                                                   
MEGGSPAVGRAGSLADAPTSSDPAPTASANDRSNTADPQQPSTSSPLVNAADPGAKNVALVEQTEPATPTASTGNEQHRT
TQPAPRQFSPAQRCNHNQVKRLGPALKSLECPICFDLFRAAVTTRCGHTFCFSCIMRHFRNHKSCPVCGGFLTRDQIAPD
SSVQKAVRLAQAASPSLLTRSKTSSRVDDVRSSTLVSDEEKPQRKAQRTGTLDTQEECVAESDGEFKSEAAAAFAALMSQ
QSGHAGRPRQALFAAGSTHAPREQRQEIAPAASDDQHRASSRERPILSKQDPIIEQILSDLERETQKGQESNFVDKLKRI
ASRLSGSEIDQIVETLLEQRRRLQRMSLGTDYTILKSFLEYNIELKRRELAKIEAELLQLEADLQRANELQQRRAESMKD
SGERGAPEAAEKRVQRMLILFEQLQQRYLELRPPNLKESSPQPAGMDRDNQQSHATRARPYDLGPSPLALSSVTAQSSGH
LPTDITEVDADPLEQFAHELCTATKYAQMRCLTLLRYGEPFRGSNIVSCLDFDMFGELLAAAGVMRKIKIFDLHTVVDHD
AQVKYPICELPARAKLSCLSWSPSTRQHIASSDYDGVVCIWDTESCKLVAEYEEHEKRAWTVDYCPMKPHILASGSDDGN
VKIWSTTQRDSVGTIRMNANVCCIKFAPLQHECLLAVGSADHQAYVYDLRSMAQPLHILKGHRKAISYIRFFCSNREIVT
ASTDSTLRLWDLRSCQCERIYTGHCNERNFVGLSVKPDWIACGSEDNHVYTYYRSLTSPAIVSDFAAEPAQHSAEVVARS
GGALDVAGAPGSRFLQPDSGTFGGPHFVSAVAWRKDTDTLAAANSQGLIRIFELS                         
>Cmer_CMO233C                                                                   
METVDEQNFERYGLDCPLCMRLLYEPLTTPCGHTFCRSCLARALDHASYCPICRTVLYVDSEKHPVTVAVAKVCEELFPD
VYRQRAIEEERECTHQFDAPAATAAVAPDGTPPVETQPASNSGNSSRSSGTTETTVPVTSGPAVTVNQRIRWLPLFLLDE
AVFPYQRIQLHIFEPRYRLMLRRVMASSRQFGFVAVFRQPPAGLNVIRAAGGHPFMATVGTVLQVTDCERLGDGRSLIDV
IGINRFRIIPETVHIVDGYVVARVELWNEDSESETENPDVAYLNGRGPDPELRTRFVSLIRDALEFAFDAARVELFTPAS
QGSVSPELHGLTPVLGTMEEPSLSELTQCETESETSPRSPARSGPEGRGSRVQAVTRISFWLAHHTTPETAERQRLLEMR
SALERLDKVMRGVRARRLPMLLRRLRMESSNSSNNNE                                           
>Cmer_CMT363C                                                                   
MDSDTDLSSLECSVGDDRLSDTALSGLVSPRAGSPPLSADSEELAPDRTPESLDWMQLVAQLARLCRVEERGDRSSGTVL



SQPSEQCLALEEVHPTDLNATGQPPVTSTNANPWTTQLEHHLNCLICAELPREPLLCPSCGVLFCERCATKWWREPSTAS
SQGHRRIASTQPCPHCRQPVARHELVLVRCLRELLQNIRRGPKLALPEQPAEKNPGAPRSLSALKATLWCCSVHAHEAVR
YYCQRCNRFICAECCAPLPECEHRYHPLERAHERLQSLASELEQGLQPLRERLQRFECQLLEYEQTSRFFLRQREALSQR
IQRFMDSVLEQIDTQVQQRIQSQQAARTRLVDMRMHLRRLLRDMERRLLAYRQDIAGHYAERAHALPSSAESLLRAHQEW
KERWEALSALSVIDASDAVCSAWSESAGTTMLVALPEDQAPIPLKCAVLPPFAWARVPGTLKVCGLRWQVQWMDACSWDA
TRSPRIPDRKTPPRAQRPTPSDGVAAHAGPLARSESRGLLVKLEHRPGLEREPEDIRLQLEFVVMHQQRSVWGGLFSVNA
TDGWQAMLDVPDTVVVLVERARCPQDELQVGLRFPDIVEHSKQQTAYIQWMEQRQAPDQESVDRSRSAI           
>Cmer_CMT012C                                                                   
MATLTRASVRVPVAQQAEVLRASEKDKQVRNELARALQNIWQGGSIVLGRFLHIQRLNQRWSRAQRAPSRVPLSTGQAQG
TSRSSTLGSLQQPWEPLGAPPTAFRFLSDLVFYWSTVGIGRQTPGEEFCDLFECTIATGDRIQVATLSWKQRLLETLLYA
TIDSFQLLLYWLRVALRRVARFLERDWYSQCLLSRERRCRVASTLRFVDTCCARLQLLQSSDRHALALTIQWLMRVHLAL
FYLYGRYYDPAKRLAGVRLVHIGRSRAYSPRYDALGLLLIVQLVLEPIDVLMQRPAWKRKLRVLFKWALELFRKMYASVS
TSKRIAGDGVSQARPQMVTAVHTTDRFSGEETGLPGSRTTDQQRSWSVVSPKFEPVPTARRARNESRHRCVLCLDQCQDP
TCTACGHVFCWICILDWVRQQNSCPVCRREAQLNDLRCLYSLG                                     
>Cpar_1106Contig11660                                                           
MYTHLIAIAPTLVDLFSFCGTIKKIHLERQAACVVFSDVAAAETALLLSNIIIDKPVKVMAYAAASEAANLFSSLPGMGK
GWIPADGKLELRDQGWTEWPAAEIAAAGPHNIRELNLSGNKLTRISGTELAKLTNLEKLYMMNNQLTALPPEIGCLVDLR
ALRVSGNQLAALPPEIGCLPALKELYVHKNPVVASWPEPVRRVVNGNATSYGEGPGPRLQLEAAAEQLAAAAERMKTEAR
AAALAEERAEGLAREREAALAEALTEAAALRERLAEAEAARLRAEERAAQAQAEAAAQRASKEQAEAFARAEIAAAAERL
QAATRRVEELRVEARVAALARFECPVCLEKKARAERRLLHPCGHVVCAACVQPIASGGKVPHLPRDLRRLRAAQTDHPAA
QITEE                                                                           
>Cpar_2728Contig15496                                                           
YHENRTTSAKALAKCDIVLTTYSILAKVGLTEVDALQKVRWRRIILESHYIKNAQAKTTKFICSLDAKFRWAASTPLQNQ
ANDLHTTLAFLKVEPFASSASGWREAVVRPYESLYDAKRGVLLSMLKILMIRHIGAGPGPSGVMDGAPLVALPRKTYARV
EMPPEDAELYARLHALVERKFARIGRSDDLLRSNYLRRGGQAMSLLLVLRQFASHPSLVTPEKYGQLVKAVEALASEPEP
EGGAPEAGRPAKMPVEEILQKIAQSDWPLGAANAQEFVVEVQKNIAQLNLIECTICWELCEEPTITPCGHVYCQGCIEAA
ISRGTNTGCP                                                                      
>Cpar_6076Contig37326                                                           
MGWFRSLVDASEAKRVAKEAALAAQRTAHAFAETQKSYQAFQEAVIEKLKCPICLEDLSMAVETSCGHAYCAECLLEVVS
HQPASARKPACECPVCRSAIASVHPSFALRALVESKEGKGPPDAAGAGAAGVAARKADVERRLEEAIKRAQPAPAPAAQP
AAAREAQPAAAARPGPNNRGAAAEQAAESNAGRSAGHRNGALREVVEAREAFGRWVDFDVRSRTEALGVVLGAVALLGLY
VAMPVDVVPDGIPLVLIDDYLAIAAAILMVIFACILLAMLVLEHLWAACDALELVLAAG*                    
>Cpar_9151Contig43074                                                           
MASAAAPAPERTYDLGRWKYLDGHAYDAARGVIAAPLALGVKSSRIVSEIVEAPAGGDPTRDAGALARYEAVGRAAHVAW
TCTSNLWRPAARAALDDDAVCAVCLQLPCRPTRLGCGHVFCLGCLLPIAPLRCPLCRADPGLEIVPLAAAHRRLYEAGRE
AYAARLAEAAAGLDPALPRALCARFVDPAWLSPPDRDGAAPSA*                                    
>Cpar_11685Contig55105                                                          
MAYRLRRVLDDEAEALPRVVSLRRASITVGRTQKLSDCLSRKHARLVHEHGGVTVSDLESLNGTFLQRKGAAELEKVTAQ
PVRLEEGDVLFFGLNKKDSPFQYVFERVPEDEPDASEVSTPLHLKRLPEGSPSWGAATVKRERLADAPAGSVAPSPKLPH
TLCRENGGGKIVRADNDRAKTEAATAAAQAEAQAAAASAAAARAEAAAAAADKERAEAEKARAEADKDRAEAAAAAAEKA
REEAQAEALVAAAKAAEAWAEMSAAAERARERAAALEEVEKEFTCPVCIDLFAHPITLPCGHSFCEACLCDAMAARRVSA
VLVLPARNVALSSTAE                                                                
>Cpar_12659Contig6643                                                           
MSVVLAHDRTARKLQRRPGNALAEDGADSSSNLLAQPATGDFGGSTPQRPKFQQANHLLGFHLAPRPASNPLSAPVPRRL
RRRPVFSKERFLQANYRFLVSSAGDYNINLADPDQVIEWNLIDQISYNTPHTISCPICLDTPVAAKITKCGHIYCWPCIL
RYLSYVDSPNVEKRHWRRCPLCFEAVTANDLKSVVIEHVHPYAPGDTIKLVLLQRARGSAVPFRRENGSAVLAGACPSSS
DADAGFARFTLSEDLSEAYGREARELAEARVAAENLADGSAPF                                     
>Cpar_13022Contig6946                                                           
MGRPTEIFVDPPALEADLNCAICTSVFDEPVRLGCGHTYCKPCLDELLKQSTACPTCRHLISKEALEENKVVETKIRRMD
TCENKNDGCEWTGPLWKRERHCRGCEYAKRQCRGPGCKKRVHRDRLQAHESECKFVPRPCPRGCGAEGFASSYEAHTDCA
DRLSKQKKEMEPKLKAAEQLLKTLEENRTRSSFQFIVQDYLKMKERAGEARQSSTIKPIGNGPCTNIRLKRKLKMALGEA
SPGQENRRPPE*                                                                    
>Cpar_13957Contig7780                                                           
MNGASQPPPEPPPPPSFEQLLQQLQECRAREQLSAERRARELEARVAALAQAQAQSLRVDEKHLRALPAAELDELSERLV
AALQLVTGLSKVARRKEALSPRAQAAPFECPVCLEALERGKRRVLQPCGHVLCEACGARVLALQPQRCPIARCEIYAMSP
VYD*                                                                            
>Cpar_13981Contig7810                                                           
MAGGALPAGAGDDFGGWPSELFDDGEEARAESLQLVCPVCKFVMRDPASLPCSNEHALCWTCAEGVLRESGFPFQFEYQR
AQLKCPVCREVVAQERICRSAFRARLVNDLRARSACPVLMTMAHGSGRGAYIAMRAAATKIQSVRRRKQRTRYERNVGFL
RRNMQLEAELATAGEEAARRGEAERQAAAARAESMWRRLEVAEKRAGEEAARRVEAEGRAAGAEARLRRFVAQLDVLKHR
SLWGTIELAEDGHAEEARAEANALRRKLRDQEALLEAMQAKLDRKLHEETGGHAEATPAAAAAELDRDPVAELEAARQEA
QETNESLLDQIAYFEVEAERREADTALLRAALDAALSAPARELAAQEREEAAAVRAEADGLREELGAQATRLARYRRITE



ESLALARPQLRRALESIEGAVAGSGAAVAALELKLRPSSEASPPPPNLAAAIATAPCWLSGGYVPWLEAGAGRHGELERV
EGELRAVREQLARVEGAAGELRACVLAERALALEVAADEARQREAALEARVRDAELRAERHRVKAARSASAFEQLRAFCD
RQRAEAAAAAERNAALEKLVQDYRERTTLQREPSERQAGAAQLPGNGDLLDRWTSQALEGADESNLVQA*          
>Cpar_15166Contig9113                                                           
MASEAQRTDAGDEPGGWPSEVFDDGEEARAESLHLVCPICLLVMRDPTSLQCSNDHALCWTCAEGVVRESGFPFQYEYQR
AQLKCPSASAAPRSAPAS*                                                             
>Cpar_15584Contig9630                                                           
MADAAVGGSSAAGPSNTKSKKDKGSDDESTSCFECNICLELASEPVTTMCGHLFWPCLYKWMSVGQDRGCPVCKALIDKD
KIIPLYGRGKTPSRDPKSAPSAPPPESVPQRPQGQRTENPNPPPQSHAYPSGGPQYFMGPGFGGVGGISFSAGFGPFGLF
PSLFAFNFGAQPQRPPPSLEEQQQAFISRILLMLGTFVILCLLLF*                                  
>Cpar_16949Contig11617                                                          
MALRVARETGMFVNPPSVNDDLHCPICFCIFVGPMRVSCHGGHTFCKACHDKLFQNGVVAVCPTCRQEINKDASEENKQV
EAELRQRLTCPYKDNGCVWEGPLWKRERHSRRCEQAKHACVKNPPQRESFLVMLSNYLERKEDTGEERATIDFIIKAGAE
YDKKLRIHPNGTNDGNDEDLKEYLGIFLQRADGAPFKTDFTITLLNKNTDKNISWDAEMDTSKSEHGDTCFMTLVTVANP
AAGFLQGGALVFVVEIGPKGPDTADLLGCAQKRLELKQSVQKRLEALHTAREGRESFVVVVPDYLELKEATGDARGFSSF
KPESNDQWLGLGILKIFSNGQNGLSRSKEHLAVYLQRADGASFKTDFTITLLNEDPSKNVLADFRMTESE          
>Cpar_18374Contig14687                                                          
TDPVLQEALICSLCNDLLSYCVTSPCSHTFDGPCLLEWRKNYEECPRCRTKITGVARDALVQQLVDSFNERNNPCAAKKR
RRAERFLQASELGKSWITPAVPVDIEIPPASEVHALSPEELATLQRVAVRERRTARLRNWTALLVIAILIATVTIICILY
KNKSSTRPRGS*                                                                    
>Cpar_20100Contig25563                                                          
MPASSVKAVVEQLRAHAECPVCLTVYRDPRILPACAHTLCADCCEKLAGGRIKCPQCRATSDLLGREWRGLHGARPELQR
NHAIAVLSDSLQQQLRLLAIAEGIARRRAELALRADRELRIRPASSSSPAAAAADSGSDSSEEDEEDPEGCGAELEEDEP
GRGPEEEPELFGEQREAALRRVDGAAASAAASARARAAELRAAVDLYERAWLAEAEERAAALRAE               
>Cpar_24089Contig39692                                                          
MAPPSPAAPRLPRDKFVDQKHAQRLFECGICMQIFRDPTEVNCPEGHVFCKECIDRWIDEARRRDCTCPCENKDDGCCWQ
GALSGWPAHVAGCALTKRSCSGAPACEERLLTADLPAHEAICLHVRIPCPNADIGCPEELPRGSVADHLCGCRRRCVERM
EQLKRRTEQCEAQLKQSTEQHNAQLKRKAEQCDGLIMQCQGQQQRCERLLQRTRTHAVRHDADGGFVSFRVRVANWAGRR
AKAEGKGLLTAVKENSVERLPKLRLKTTNSTGEPHLAGRFAITLVNRQEDASITKKIRDNDELLPGQGNAWGFSSFAAMA
DVSDPAKGFLHGGALVFQVTISDLETEQLPRGSAAQRAAGSGSSEDTSDSSEDDE*                        
>Cpar_27142Contig53930                                                          
MGWSTEIFVVEACVPDVAFCQICLDILNDPVDANCEEQHVFCRACLDEWFDARPDGAACPTCNEALQRDRVRPAKSIRRL
VLNLKACPNRDAGCKWVEALSGRADHAAQCPLTIKQCRGCGADFRQKDMQAHEAGCDRVRRPCANADIGCPDEITDPERE
EHLTCRQRCRQRLEDARAAAQAEKERADAEKRRADAEARRAEQDARQSLAVVSAHCLALPELASESASISTFILRVPPQG
GTAWDKSSGVEPNGGKVSVVRDRYFERAPSTGSAFHYGVTLLNIDRAKNVTMSTSDPVVFSGGAGSLIRSWNEPFDLRRV
SNPAEGFLLNGKLLFQVTIKRVR*                                                        
>Cpar_28284Contig56330                                                          
MKASGEGLRAEARAAALAEERAEGLAREREAALTEARTEAAEARAELEAAAQRERRAAAEAAELRGRLAEAEAARLRAEE
RAAQAEAAAQRASQERAEALAREQAQAVAAEAAAEAAAEAAGLRERLSLYEGGSAAAAPGGRPWGEAELAAAAERLKAAL
ARVEELRIAARAAALNRFECPICLEEKERGERRLLHPCGHVVCAACVQPIASGDGKCPICRERFGGSVPITTELDRAPL*
>Cpar_31890Contig9806                                                           
TPRASCGRARRCWRWGRAADAFPLLAACLAALPNDEAAHDVVSAAVALGKGEAPVDFRALLASAPAPFGPAEEAPADAQK
APGAPPEAAAAGEGETAVREEDLECSLCYHLLYEPCAAKCGHVFCKECMERALDHSHACPFCRVDISECTPPVAYNRRAV
CGALDRAVAHLFPEGYRVRREQSEAARAALAQEVPIFVCSLALPGLPCPLHVFEPRYRLMMRRAVESGWRRFGMVCYAQN
GPAEYGTLLFIRSLRMLPDGRSLLTVDTVGERRFRMVSQGMKDGYLVARVEWVDDLPEEEPRREQEPPEGERAPPEQMTT
AELLDEEAGPAPQEAALYSFWVLQLLPVDDSLRYAFLSSRSARDRLRQPAEPLQGGRISCTVS                 
>Esil_CBN77336                                                                  
MESPLAEVASPPVEEPPGEEPGDAHGDAWSCPICFMWFDMPVSPPCQHTFCAGCLKSVVRAAAHRQRRSGNTGPSGPACP
LCREPFTPEVVQPSARIFEEMLKATVTCRNGDCAAQFCPLRWKKHQEECPSAVVQCMHHLVGCEWKGARRDLSLHVEGCA
YEKIKGLIPRVSASLKQIHAQVHQLEARVMAQNAAVANTRALLAHQRRAGSVFPAVYALLWRPPNWRLYQSPRPGGGVLS
NVTLICLAPILFLALCGAGVFGGGGGLVVEERAVCLVGVAILGFVALLEHDNESPYHELQTPSLLKGLAIGEFLLEGTAR
SMVYFALKGLPDWKRTAALLFLLAPLFYPTVVQAVHRFEVQVKNAHNQAQRARAQPPLPPVEPVAVKTHDTVVNGVVRGT
TMLLMNPVPALVGEVLAKLGVFVVSAALGPEKLDAFLEHVWLVMSAGIALDDKARLKKRHDSIFRDLRTPLPNMTDRTTR
RLIAAVCVCLFATIVTFFRDILQMVGYSRLLLSVLDSAHFRWELHIGRVVMGSLQQTRTNQDPNFARTRARDLLRSRLLL
LWVVVGSSFFLLFMLTS                                                               
>Esil_CBN77326                                                                  
MADVTNIRRRRLEALEESSPAAAGASPALEVDSGGTTKAAARNAPDDEATACTIPSEFECILCLRLYHEPVSLPCGHTYC
RGCLKRALANKTQCPMCRAACHLGAGDCGTNLAMVSIIKSQFGRQYEERENEAEHDAMVEAETRRRAHTIGESVTPAPDG
SVLMPVCLLDMLLFPLQPVTLYLFEPRYITMVNRCLSSTRRFAVFQDQSPSTGLSGAILEISDARMMNRGQYLIMCRGVG
RCNSSAEFEVEAGTGGLRHARVSPFEDDDEAVTGSTESSSGGGGGGRRVTADEVLGPELRDLADRTSVVVFDCLARLSTR
QKISLIRRCGEPPKVGRSSLNSYRKLSYWLPSALALADAGGSGGGAASGGTAAGGGGGGVAAARERRAAMFRNRSLRQRL
SEACEVVMESEAVTGSTSSRRERGLRKLFAPPPSGLGGGGGGGGGHGQGFLSSTRNSVILIVGIFAAMVAYQRISKWR  



>Esil_CBN77545                                                                  
MRHGFANRRWTADGAGTGPNRTMTFGGRGGGPAGGGPGGRGGRGGAPQGPLPPNYVCRRCFKPGHFIQDCPTNNDSSYDN
TRLKRVVGIPTSMIKLSDGDRQGGGLVNASGQLVTIRANDQAFRKLKEFGGGQSVQGLLDRLSESAPKHLKCPICSKIMS
DAVILPCCAKSTCDSCVRRALNASASMSCPLCQTRGVGPDSLLPNEEEASAAVGTSSASGAAGGGGGAGGSNKRKRPPQK
GVDAILDLEPREEEEAAEEEEEEEDPFGNDVYDVQAQPLEEEKKNGREGEEETKKTGDEGGQQQQQQQQQQRGNDAGGYD
NQANSNHDFGNGGGGGGGGGGGGMGPDGRLYQHQHQQAARFPCGARKCAFIVVLQRSVASDTTQDQDHR           
>Esil_CBN78456                                                                  
MDLTRETASGKGDGGGMSKTPQGGRAGGTATLPLAALECAVCLFLVCEPVSLSCGHSFCRVCLVNTLRRNKKKCPTCRAV
CHNSAEDQPEDVMLANIARTCFPELAAARLKEVEAEREKFMTVLPVFYYNVPMFPGESLQLHLFEPRYKLMMKRVVNTSR
RSTASS                                                                          
>Esil_CBN76471                                                                  
MEGADPPLLRYAAQPDVVLSQERDLYYANTLLGEGTSELAETLLGARRVMILAPELRALASCLYFGLTNLAGKQTLGQEY
CGIDLVLSGRGGGRESSPLPRRPLQAYTFLRVAVPYLQERMREGWHGLRSLRDPFGSGGAAASLAAARARARARAAVAPP
VGIAVSSGSGETAADRAGSSEEEEENVVPTEAAIDVSSGESGGGARAPPLASRSARSSPPPVVSFLRRVLSWARRRRPAM
SGVLEWALRLHLAAFYFDGRFANVGMRTVGARLAYARPEQEAPRARYAVLGLLLLLQAAAEAATASAETAERWRATARAA
LSERFPRSTETEAACGEEGGPSDLGEGVGDTALPPRVPAAKRGRTPADVALFPPSRRRCSLCMSNRENVAATPCGHLFCW
ECIVGWCQTNPECPLCRQPVAPQSIVCLYQYA                                                
>Esil_CBN73920                                                                  
MGHRLAAHPGVQNAILDDLVEQGRRVPSGRRGIHPNLQGPPGNERGLARLVDMLDPEEESSHRSTRTSRSGRGRSSGHLM
LQRDRRGMFDYDDEPPLPHLHLDPRVSAELEGVYAEVQADGWQPWREEEKLDGSESGLSSSRLSDGRLGCSCKKCHASSG
LSLGTEEEEAQEGTCWKDVLAEFECDICFDVLVGVHVLDNCGHTFCGACMERWIDNAPQGECPVCRTPVDKLVPVRKMDE
MIAKAVEAAAPSRERDAWYERKAHWEGTARRRQEARAAAAAAAAAATPSHSVVHAQGAAAGIFGRTGVATWFGATDAREA
GGRRNRGRGEEEGRGRRDEDEDDDDDGFRLDKMQTVLAVAVMLVMAVIKMRGLR                          
>Esil_CBJ34003                                                                  
MLFCRTQRLPPDSTYSWHIRTGYVGEGKKAFLRLKREVLDMILLRRTKSNRSNDICLPPRIVRVRQHRLDEREEDFYQAL
YTQSQAQFDTYVGSGTILNNYAHIFDILIRLRQAVDHPYLVIYSATKREGMTPAMNSAAGQNPTPAPAPPAETTPRGSQS
RTSRSSTAQANGAATPNGGRSSRSSSSRTATAGTRADNLGDTSSDSESSDAEGGGKAAGAQNGAGAGGRAGAQEYDSDEE
EESDLCGICREPAERLVSSSCGHSFCRTCVQELIDAAPGDVECPTCSQPLTVDLSGGSPGAEGDDDDQEAAQRSSGGGRG
RGRGRGGAAARGRSRSGGGGGGGGGAAKSRVAGAMAALEASMKKKKTQTMKPAASGGGGVKRSVTKHSVINRIDLNKFQS
STKMEALMEEVHLMMERDPAAKAIVFSQFVNMLDLIEFRMHKGQVGCRKLSGHLSVDKREEVLQAFQTDPGVKVLLISLK
AGGVALNLTVANHIFLMDPWWNPAAEMQAIDRTHRLGQFKPIYATRFIIEDTVEERIIKLQEKKQLVFDSTVGGDAASTG
KLTVDDLRFLFAH                                                                   
>Esil_CBJ27830                                                                  
MKRGVSDTGAATSPGPSKLQKTSSGSDGDNGGPDAKSILQQQNHELAVDMRRRKRQEAELEKKLTQAWARQGHFDATLSS
VNRAWRQVLSDLSTAAGELGLGPRPLNVTVAPGGDDKDDDDDDENKEEGEVIMVSVKDGLSVPVEGQEPASELSIMQKLI
MPASEVLAMDATEFSCGDRLLKGMGKKPEKSEEAASSRERLAGMAGTSNAFYDLDTDGYGLKSRESVKAEAATDIAELDK
ALKEKARFTGELAGRLFQALQAHLMALPPESRKDTLDKAQLEMVGKKKRLEAERDFLSDELTQARKRCMELSESVTSLRE
NCRKANRTLDKLAADGVIVEVPSEKGTSGTGGRRGSAEGGAAGLGGGAGSTYSVGTGYKRGVNGAGDVEDLLAALEEAQT
LAETRLKEMERWRTEKTEAERELTQFKASTELETKKADLSGHPQFQRLSTQLEAEQDMLKLEKARVTELEGQIKQMSGQV
EQHEMALQQQMEQQRLRWKSEIVSSNSMLNTAHEDLDKAQGKLKHEQRFGSGMLKSVTIAKEEAERLLKQTEQQVSILKA
SLDRATKAKEHAEAQAAKDRARLERQGASAGAGGGGGREDENLRAKLADSLRQLEGSKAIEDALQSELNTTLAAYAQSKE
GNQKLVQEMTRISASRKELSDEVTSTKAQLKNRAKVRATMELQIKTAMQMRDQGHALKQKALDLVAEAEEKVQHERKQNL
ELAREVHTEKAHADRARQEVDFLTQTKQAVETAHSALKVHCEQLNSKVGKVEEEVNSTKEQVATLTRRLEKSRSLNAKLV
EQVKETAKNTNSLSKVEEEDNEMRDAELGELRKMIKCSVCQDKKKNRVITKCFHMFCDGCLEKSIKSRNRKCPACGKVYA
PDDVHELWLT                                                                      
>Esil_CBJ27794                                                                  
MASPGAKLVLVASTEDYNVPEIIQLSRESTVLGRSSKTCDVTLDAAPTKTISRKHAEIFCGKGKRGPKTYTLRDLGSTNG
VFVNEFKVQEQRLRHGDVVQFGGAADIPVGTRFGGTGSRIRYRFEHKLAGSPNTNSKRRRGSNPDAPATNRPKIVRADTL
DAADTLRAISNGSSVTRGIGPDKARAGGGGDTAGGGSVRGTGGAGGVVDGGGGETPSMVMEVLRDAMCGLCSELLLDAAV
LPCSHSFCRLCWAEHVEEKGTTCPVCLRKMHSSERTPRRCSNLDLLITSIIHKLAGPEERARWTARQEEAQKRAAVAARK
ARQQGSNNGPAAPGTRKAGQVPSSAAESKPSPARGVRSTGSKSNNNGVFPPERSSRGDGNQGGGSTKRLAPSGIAGGGAN
SSVAAAARCEGCDEEGHEFRECPHRSDSALEGSEEEEEEDEEEEEEEDQDEDDENSDDG                     
>Esil_CBJ48897                                                                  
MPRRNNNGRGTTSSDGGSDAAAPATSAAPAPSGPFGDAAGRGGPAGTERHRPSSPGRSDHGPGASATPMPYAGRARRQPA
GGGGGGNSRQSARHHGGANDAGLSAGLPRAGAAGGGCGSGGDGSDGNAGTNAVVVRDEDAAAAAAAATDAGEGGDRVAAA
GSSSGEEGGEVGFVAAPRAEGLTGDDFQCNICWEMLARPVTLACGHTACESCMAKYLRAQAQAQAQIGNLRANRISCPAG
CQRMIPLVLPEVTTMVQKLLTRGFPSAYRERLQETEPERALVSQVRRIADDAAAESRRRRRRPHHHGHGGIGGAVGGGGA
GGGLGGVAREVVGFGNVPPGFMQGLHGQQNAARFRSLAFWRKNNEPAVTVTTSASGHQCVAGGGAGDAGSGDCSVANDGA
EKGEFAEVSSEEGGGGAWCWLFSMEMNVQEYIAHNRWNALRSFHPSTSPWSGPLFLYLEDPVLLTPSSSSSSSGAQATSS
SSSVASKKGPRVGGDGSSDSASPPSGWLSTLAWPVTYSLRKIGVLSSPANTSEDSSGNDDGASVAAAGEAAGGNGSGGGG
GVSDGDRHECGHASVDGGGGGCCGEDNEVCWREGKKAPEEVSSPAERFSAESYSVESSSADAGSSGAEGAAGEPQQQRRI
FLEFFGPVVGVFAALGLPAWLSELLTVVAAQLCPLLAAMPLLRLSPRSTKGAEGDSADDLVSLDFSLDLAIYAVFTLAIA



TVTLWRFTWKTFKRDQPRSRTLKLLLTAAASHLVREVVMIKVAFPIIEHLLFHYVLQWRRRYLLTWLALSIRVFIIRLLA
CLRVALLMATPFVPRGLLHTLEGVWCHLFTYLLLGTRFFNTFFVGDGPRRHVGGRAARRWVRAMREARAGAARANVPMAN
LAAIPNFPPLPPHRAGAAAGAAAAGADAGADAAAPPAAAGDAGDGDGSSQRQRQRQRQPAGWRCRSRR            
>Esil_CBJ26833                                                                  
MGKVTLKVECLSTVRTKLLASHKVNFLKIQSRVRRRRWCRGCPGRCCFGDGRGRRPAATHLRSPAARSARVDDRHGPQSP
QSSPWKRPMLRALSTHVSAEDGLTVTYFIYTSRLLFELIADPAISGMMKSLEPVAQVTPPAVIEKQPVQFVSTRPGLRRT
PAASPPSSAASGTSSGTAAARGRAGANGSSSSSSGRRGGSSAGGRGNGQGEEDRSKRGGRGGGGGGSSIGLASVAVAAMA
AAGGGGGGDDSGVAAAAGGGDGGDDSGVAATAAARREYDFSLAGILKSAESSGYRVVDPQPADLTVDLFPYQQSSCQWML
DHERDPRGLNGYFWERREWADGGAPLWYFPLAGEFRLAEPPHITGGLLCEEMGLGKTIEVLSTILANPRDGGSHSSLKHR
KSLREQPDRHFDSARRLVSRATLIVVPVSLVGQWAEGHVELTADQVRRIENRRLFDSDRSSDDANLTARAASTASTALGG
GTGSGNGSWNGTAAAEAARGAEDETVRVDFKVDAALVADNDVVLTTYELLRTRKSLFQKINFHRCVLDECQEIKTATTNI
AQMCQQVKASHRWMVSGTPIAGKIDSLHGELNFLQVWPFSLQNDGFWEKKVGEPFEAKDYGALELLRALIGVVMMRHSKS
QTYVDGRPLVKIPARTVEWRGVEFSSAVESGQYSNASAPHARYVYKYLENLCATVCRKMEENVARESSAGGSAGGAEANG
MGRREFTKLKSLLALMQKASTHPGLVNLGQLDMLKRSIQVVAPVQPLWQWLPVGGMAGPAPMASQLQANVQAELKARADA
IETLPAEEVLRRLAQKGAGNMGGLNRNRGRGTVTGPSAGRREITLRDSLQAMPLSQLQHRLEEEGLPVPRSWAVLKPKAD
IVTGSVDLRFGVAPPPALLPAAPSPPSGSVAEGDGGAESGGGSSNSSSGKTKGKGKRKRDEGQADFDVRKLLKVSDTIRV
GVNSEDNEATIEDIGERSATLACEWSEGAVKAGSVYRFSTSTRRKPYVDLLVASDKAKKDTEVQVAGFSAIYKAMAGEPV
SCPICMCSVVRPTVTKCAHLFCRECISRELQRTPALGMIQLPQAKCPICRRTMKGSEMMELQTLSEVEEAMAIDASSAAD
NSSGDAGAGAAEGGPAAASEGGGSSSGSSGSGSGKGKKKARREGSEDDKEEEAEEPTCGHEHSHETNTAAGAGASANNGA
SASAAAPSDRAAATCGSGGSGGGSGGAGSGGGARSNGGSVAASSNERGGVGPTSTSSRGPSGVSTGDPRSAAAGASAAGD
GSAAGSGGMVAGAAPAAAEEDGVAGPSLVIPTFRFTPTATATFLSQYRAATSSQSSVKLDALVRDLDTTLLHDPTAKFVI
FSQYPQVVDRAGIVLSARGIRSTSIVGGRTRVERSSAVSSFTNDPSIKVILLTTGSAAAGLTLTAASTVYMLDPVWSAAD
EAQALNRAHRIGQTHTVRCVVFYMKDSVEERLLALRHSKGNFAQFLESADSVVSLAAPEGSGSGSSSPLSSSFVNMFALP
ELKKLFGMVGSQPAGATGGAAASSSSSTPAQRGGGSGSGGGWSSHAAGGGPGSSGVGAGVGARVPLGYLSSSDSDDDDSD
GDSDRSLAVGGGGGGGGGRANQEQRDLARAMAMSRAVFEAGHLGRASGGGGGAGAGGGSGGAAGSPLDLTRP        
>Esil_CBJ48737                                                                  
MAAPSSGRQSRTLCTFYEKGSCRYGASCRFTHGTSDSRELRADGAAGETQTPRQARPTASTSSKEPCRFFAKGKCVRGAS
CRFLHSATGSDDSSPAAAGDGDETGRRPRSSSGKATPNGGCAEGDEDRGRTVTTAKRPARPCPSPGRKPSSAPAAAVAGD
SRVRPEGVCVKRGYAGCSSSKRSGGSSGGDEVARRLQRSWTDIVTKDVPMDAGGGTASPASTAITESGSSSEENDNDAEE
PIAPARRKLAANAADKRDRNTARAAAAAAAADTSAPAPGAAAPLDQRRTQPAGGSDSGESDGKGKQAKQACVFFARGRCR
YGDRCRFSHDAVEETPAAGGGARGSHGGGGSAGRKEKRGVASEPSSHESEGFGEDEVAAREAALDEAEKIQSRSAECGIC
LEKVRKLGKVKDRVFGILVSCRHVYCLGCIREWRDKSDNHACPECGLTSSLVIPSKTLVTDPDRKKRLALELRQSPRGTP
SVRRL                                                                           
>Esil_CBJ26758                                                                  
MEDEIRSEASANGQALAQNNEESAAPSFKKPAFKRPAFKKRIPASKGGMRNNKRSRVTKGEGKGAGGSGGSSSEDDVAVV
KADKKGKKGVNNFSTGGGSGGAEARAAAREALAKETMSAGSLFDSSRTAVPVSNAGGATHYTEIDTQADRDTRAILEKNI
RLNEEGATTDKDGLYHGMAGYKNHIKKDEAQIGGNKHTGTQGPIRAPTFLRATCRFDYQPDICKDYKETGFCGFGDSCKF
LHDRADYKSGWAMEQEFEAKEKKRKEREALGEWAEEENEEEYLVESDDDLPFACLICRQGFVDPIVTNCGHYFCERCAQE
HYKTNPRCAACGKQTQGVFNAAKKLTEKLRKKGMVTRKEQAGAAGGGASAGADEGGGDSDYEIREDGVQLTETDVVRRKT
GTWATVTTEEDAVEGDGKKEGEG                                                         
>Esil_CBJ26742                                                                  
MAWWAPKGSAASATPVDVDDDNEAVIDLTSDTEDSPSPAAAGAGAGAASASSSNAGVEVLSPWALKMQAKKEVKNEGLKR
AAEASAKAQQSGEVQVTDKPPEMINEEVARRPAKRSRGGDEEDMEVVGTTGTAKLPHNRFACTELKFEGPEGSRSHKEKC
SLCFCYVCDRLASQCLVWYDHCHATDSGPRKKLWKSLRTRAKPLLQAGGRPPVSGRFSALYSFTLGTAASAAVYLNGLTQ
EQVQHVEDISVQSTLDRAVQKTLLKEYPSGMKLMSAAAKTKAAKKHEDRMKPTVRVVATLGGRSNVAVAGFTESNPEPFK
PRWKSWSWGTTAVRLGAIKGIGFRIGGFPSSASGRKEYFDRFVSPKPIAPSVWHSTKRQASPGDCFESGRLFMSKNADAE
LLEQLKVAYERELVDIQASASYSSQTNTGCFSLEIVLLTKAVDRSTALNPRSGQSSFDMVPLVERCILNRVHKTNSSSKK
KKGSSSSSSSSGRPLQPVVNGVSAYGGGGGSGSGPGGTVAGRAFTPSNKGYGGRASLDVSLSGLIDSVRAEERNNNVEER
RIIHPAKMLLELENLQHRSLAKQPDCLTVDLYEHQKQDAQWMMDQEMLEGGSMQHLWAELPPHHLANGRCSHEFRRCWFS
PILNQFTTDNPFASTMKGGILCDEMGLGKTAATLCLHLIHPPRTPAPGVPLDEKEWGPILGKQAEPLAYKKAQASVSPEA
PGQWVSKGTLVVCKVSLVGQWVEEAKRLCGGALSIYPYHGGGRSKDPSFLSQFDMVVTTYGVVQADGASNVGFAPLRRIR
WWRVVLDESHTIASSNSTTTHVKTLVSNRRWCMTGTPYISRFSDVNGQLAFLGAEGAFRGGSDLGDKAPRRETQGETVAF
LRRVLLRHSQGMKLGGHSILGLPTITNKVEVLTLSSKERKAYVDFEQGVQNDYIKVRHRLRTQKGSHTMEVLTLLSKFRQ
ACSGGQLVVGASAAGGGGSTPATLDAFCSMCNEILEAPVRTRCGHTFCQACISSVLTKSKDDEGPCPRCKTAVRLTDLTS
VGGGSVATGGGGSSYAAKPEYGYGGGSSSSGGSSSSSSSHPSSSHSHSSSPGAGVVMETKLKALVEKLAGIHAKDPTSKS
LVFSQFNSSLEWLKRTLPKRGFQFRTLTGNMSRTQRTAALTAFAKDPPTTVFLLSVRSGAVGINLTQANNVFLLEPLLNL
ALEKQAIGRVYRLGQTRPVTVTKLVLKDSIETRILALQKKQATEGSASAAVGAPSSSSSDGVAGNIARDNAKDLKIGEYN
ALFGVSEGAGDSFGGDSKPHTTSSYPY                                                     
>Esil_CBJ31831                                                                  
MVSLEKESDRQAMENVREFRKGLLCSICNEFLSDTYNLPCGHSFCRECIDDALAERNSCPDCMNPAWQKDTLKMALTDST
VQDWVANCERLYQAHVARQAARDGESSDTDSDLALVEASSGDDERGGTDIDEEEEGGGNVAPIAVPSAPPPPPQQQPPAR
QAAPENEGVVGAAAAAAPSLPLPAAAEPLPCRSLKGAEKENNAASGSWGAATATSSADLSVAAAAPTAGVVGVERAAAWS



SSPSSSFSGQNRTPRVRFQPSPLRACAAPSEAGQKGSGRQEEEASVHPRREKLPPAAAVTKPRDSSPLVLEGTVKAGDVV
DARLPTEGEKLRSTPAAAPLNRSVANTAAASPPGTESERRESTPPRGTLVVTAKDPGPSPSVVPEKPAAVEREEGGSSFA
VGLPDTCDIFDAESSPPHSPIASTTTTTTMLILTPPTLKPGGPETKAAPRVGGTSAEGGTSTDVGVGGGGGGLGGVELGD
SGSEDGVSDAESVPLLGANARLKDVNGQKPQQQQKQQHGSGRTWPSDGVPSPSSRSPLAGSGVDRPDETTVRHRSTAAND
EEGEETCDEADSLSNYGGSGAALGDCGRGEQPTTGVEDERANEAVSLEATGPSKDVDPSSSPSRVPLVLTNGGEVPKRPA
THGAASGAAEKTSPAKGTGVVDSVRPGCQAPTASPRHDKLFPDGQRSAAVASKEAELSSTTRVDSPQPVSGSLQRQPQAF
TAPSEASVLHDEQSAAKGDVLARREGRSLDGGELCVAETLPQTPGLGGDVLDKHAVVASPGDDGDTTVPETSAQGGLATD
VLEPNPPKSLAGGVIAGPAGGTPGVEQPEGGGVGEAFEGGKEDPNVARLEVPDSCVAHADGQEEHHASGGGTASDGLDGR
GPVRAEQLGDKNTRGSSVAAAALAAPQPGVKGGGRTPSSQAAPLQQRRSPENATTRVDSPGLKTGSSADGRLRHDSDEVP
ETLPSQRVGVDAGDGRGSSAAAPDVCLATQELSEQRESTRCSDDHGPELGRRIPETAAQTSTTQEIQSLTTQEVPETAHA
WGSVGACGGSSSSRIDGVGSAASGSYSQSEVLETEQLHGGATQGTADCAGGVGASGVGDGVEEQGAARFRRGAIAQSQQP
QQPPPLQQQQSKSMPPSSSTLPAEAVVGGTSRDEVGGVKSCAGLGDGEKPGEAWASPGSLRADEAAGVHGGVRDGGSPKS
LVPTERTPDGSGNRKRSADYATLSPSSRLSCDPGSAGKRTRLTPPPYSAANPSARPGAAASDVEASCNDDKPPDGGSPWQ
DAGRGSQQGRPIALRGGSGPPGSDDESEMPDTDHDLAAVQDAWHAEGGYEFGDDGGYLEDQTEETESGRLPSSPAGDDSP
PRKPRKNQEVDNPYAPQAHLDLSHGGDDFQPAARADGMMSPPVGGVEESGKKPRSSRTAARRPSKSTMGFGSPSFGGAVR
ISPSLSGSRFAASLNDSNRRPIKNRILAAGREHGLGGTTPASLSVPDKSGTWSSFNDLGPDTEEVENLQARVAEKRAQEK
AAAGSAAPETNSFDPSDAEYEEGGESDDDGSWTGRGEQNHGHRQGWDTRRDSSSENKRKRTAMAAAAAAATTTASEGRGT
KVPREARHDRGDDGRPRRRRSPVLIVLLGCSPREQKRANELCARLGQRRPETELVSGATQRCGWQPVYAASKQQQRW   
>Esil_CBJ31812                                                                  
MRPKGSNPGEEDSYFECNICLDGVREPVVTRCGHLFCWPCLYRWLNTNQTECPVCKAGVTASNVIPLYGRGAESVDPRTK
PTERDGVPSRPEAERPQAARLRHANAFTGGFDVGGGGGAGPTGEDGVGNGAVAGGHVHFQAGLGFFPSLFGLQFVSGTNR
L                                                                               
>Esil_CBJ49065                                                                  
MDRRGLLLCCYITTSRRRPQPHIRKAMEMEECWDTDTEVDEVNDDNIGPLLAAQPDLPTTAAATATAAVPSPSERAAAAC
LPHATGAHEQQQPPQQVPSGGRRSAASSSSATGPTGGTGGIPRTPNSDANGATLARLVSTWGPVTSQDGWRQAAAAAAAS
PASMGGVGSGVVGQVRRGFRDGFSSSSSETSAHRGVPQGGAARGDRVGGTRASTTNRNSGGGGAQDGDRGRDHLEDVSEG
GGGSNGLLAVGLPSGLSLGLGGGAEASLTGMSNNSGGGGGGVGEPSSSGSSDSSNEDSSPGGVETNPPEELLRALVGARI
TIALLLLLMCHYIVTHLLGIAAFSMGTAIVVVLDQRLWSHSGAQRRVNAVVEMAFVLYRCLLPAPVWLEFYGKDSDYFAG
IYLVLKGMQVSFRADRFVRAACYVRRGELDRGKLATPEEVAEAGSPDCSICYDRMSRPLLLPCNHLFCGECVAEWLERER
TCPLCRAEVPSSNPIPRSLRDGRTTVVPQIL                                                 
>Esil_CBJ28370                                                                  
MTETSSFFPPAGRRDGVAAAPSPSPGEAADPPPSLSKDQRPLAIRASRRQIMAATTCGICLETVDDQGFLLRRAACDVLA
PACAHAYCFACISIWSERTNTCPLCKERFNAIRHGGGSKSGIRLAAGEIVEVQERDQAANCSSDEDLAAALAAQESGTSS
GEQDDGEAGRVGPHGYISDGFLVADGAGESEEEEEEEEEEEEGEDEGLWEELYDLRRPERRRSAPSRRQPATTTRRGSGG
GSDDVTGAPRRRSGNPDGRARVGGELRHSPMSSFFGGRGGPAAWAGRGAAERPRRRRRAGVGDVDGGMLPNELRQLQQEA
GRAAAPRPPRGSFATLNATAPRRRDRAQQQQQPALPPMVEARQDTYRP                                
>Esil_CBJ48949                                                                  
MNNGTPPGDAPNNNKRHPALAPFLPKSLITKKIPAPHPEDVERTRKAAADDAKKGELCIICLEALPDIERGIIACGHTFC
FGCIHDWASNRGDSALCPSCRFPFNKIKKTLSPKDIEKEKLRNERDKNRKNATKKQRNRMRRRAARVKQPVDKIFVKDVR
VRKMSKKKQAIEEARTVHPEAAGGSMNAGQQAMLRARQLAIEAMTVERQAALTASRARREAELRAQHQATLTAARERQRL
AREALAEAQARQAAGTRARLVAAVKARAEQRGASPGVVSEWWDSVAAAAAAPAAAPAPAAAAPVPATAAAAPAAAPPSGA
AATRGPRMRYTVAGFANNSIMGRGRSFASAAEAAAFSASRASYAAAAEPVRFSNSSILPISTPRGLAIATATAARSAAAA
AAAAAAAAAAAAAQEAERLRAQRRATERSGRLGEEEEQERSQQREQQQQELSLERTMAAVNAAAARRALASITLEAERLR
AQRRAADRSRRLGEVEEEERSRQREQQQGEARRGGVSNEAAAAAAAEVPSRMDLLARLAGLEERMPARRAAPGAASLNSS
ASPSISATARVTRSVTRNTRSSSSSSSASASASASASATATEVVRAAPTWGSPRHRVSEAVATWLANAGGGGGGGFPMEQ
AGVGVTSGQRGNEGGVFVEAGGARVRRHDVRRHLCRLVC                                         
>Ngad_00418                                                                     
MGRACGQAQGTLNYAKRVSLMGIGISRQHCSLVQGPDNSLQIVDESSQGVAVNGVRIPPQTPRTLKVGDVVVLGLPMAHD
HPVGALSSSGSGSMSKGGAVFRVDCLPADRARDSPAVRESDALNAEETSPSSISATSTWTDTPAVCTMSSADAASAHQGG
ACNKPGRQGDGAASLDVANESEHLERGERSQVEAESTAKEAGGEHEGVAQESDRNSDVEIVEVRSAATVPPRGARKRRRP
VQVVSLLDDDDEDEAETIIGALDAGAGRGWQESQMTRSAGVCRVAACAEEKEYKRRWLKALECPVCMEPLCAAAHMSCGH
IACFTCIHRRFALQSVEDGSAYGFQDRKRLCPVCRKAVFFMSRDVKMDELVDESMSNHADRMTTAERAVWERRKRDGLAL
SQFYERKIHNNPQNLVHRRREIGVKVSIKTVTASGSRGGDMSTLCSECRQVIGGPSGRYIAVWKLTPTQGFRPVPCVASV
HLECLKSSTCKAIRAGLSPDGILSLLYRLDVLGLLADEENGIEGFRKKVFQALSEERQEYPWWVDGAVRLQICGQDIRG 
>Ngad_03043_01                                                                  
MHEPRTTGRAAGGSRGATPTNLHGNMNSSSQTDSRFDCNVCLSEVGDPVVTLCGHLYCWPCLYRWLSTNHTCPVCKAGVT
KENVIPLYGRGSEQVDPRTKTRRGGAIGREEATDVPGRPAAQRPEARPEADSFIGGASAFVGGIPFNSFGAAHHYTGGTI
GGLGPPGRNSAVSFSAGLGFFPSLFGLQFQTFTPSSSSSVAATQGVGFNGSGNGSTADEAQQAFLSKLLLTLGIFTLVAV
FMPCNLLNAARMGNLLTKGVTYEADNVTIKRCLFCDIAADKQGSRKTPIAYEDEQDR                       
>Ngad_03475                                                                     
MDYLEPYEVARTPIPLLPDETLLVVPPSVREDLRCRICCSIMKEAKALRGCLHRFCKDCGETALRKSSESKTMKRTGAQC
PLCRTNISSKRDLYEDPLFHSLVNLLYPHVAAD                                               



>Ngad_05754                                                                     
MARRGLSHNLPNYVKGGCTVGACTYQSQAARTFHDDDDDDSGGVGRDSTVLTTDTTTGERAEEVRVQSNALKDANLSPVA
TPAPHLSRDCTISAREVEEASRILFAPEGATSHFHHHRAEAAYQDSEANKLQKRVSGAAKTSERAPQVEAGIDEAVEDKQ
RVNLAKGMAPTQSLPPMLRTRSPVSRSLAPLPSTLLARLHPQPEVHAEILRFGEALASNPRIQNAIVEELDMHYPPSRKA
FEREGTGENDEGAAERSLAQMESAVRRLLGRTSAEDRAEAATQEGEEGNEERRGFGSAGGGYSGRSSFLTDSFEVLGAMS
AEWSSASSKNGGAEEKVGNEREDMAENLPSNSFVSVGRYMRRKDSLAGEVSDEVLDELLRSEDDDDVIAQKLFAETPDDQ
VRRFLRNLDLECVICHEYMVEAAAVDCGEGHTFCGECIERWLELPVAGGSRCPTCQKPVHSTIPMRQYDAMIEKYVRASN
LWDEQCSFYRRRTLAHMRREMERQDREEEETATAATQGPFAGIGNLFGLGTRANARRQRRRSRRATAAATRAAAGASRTT
GDGGAGEAAQPWWKSELLSTALSVATMLVLLVLFKRGFKTR                                       
>Ngad_06628                                                                     
QSVSEAYDEAETALVHRDWGAAATMRKASRRGGGEGAEKGAGASPPLPCSLDTLARLLDPKGQQDFINKIEELVSCSMCK
HFLKDPVAVPCSHTFCRSCLDDHMSDNSHCPELGSDEKHEREGEEERLEEKEAMGGLPRQEVDDHVELRSLKVRRDEEDV
SEKETSKSRVLDAGNEVVVLDVDADCYEAVGKGGVETSDSYAENGSDCPLVDLTSTPPSKAGTQQSPRSGLVRTGGDRGT
ERGVMWYGPPRKGNASTWSRLMESVKTAAVRKAGQWLNRGRSTTHINRSSSRSSSTSGISLKERSGLSHPALSSSVKGDI
AKGSAVLGNGSDRDLKPVAALSSAFSAISAPSSSTAAGPSDSTQTRLTQFMSQQQERCQRPQPQDQLAPPASGSSGKRAL
RHGVLGSLTTTVNHNLTMAPSKRSYASSSFPAPSSAFHPEACLTGHGPTACIDLGDDDIFEDLFLVDPAASEPHPHPLPP
PPPSPGSPPPLASHPSCPVGSMSQSGGKEQQKQLGVAGAKTEGGNGLLKTSPMSPILLSLGASTCHKTRRHAALLRKEVS
DSLCVSPPAPGVFENCMAEESGSAVDRSDLAAARLLTQRRESSEESTYAETLNERPRVEPILSRLSPAAPSPLPAVPSTS
AHSAIRPSSQAYSVMSDDLLAGDVSPHRGEDADSAAIMPSPLPAAGSIEKKRPRLSSTDFSEASSASLLPTYAPSPVPSA
LSRSCSSTTSPADAFLSPSGDILRKKRGQSHPPIQAGFIEESQLSSVRRTGRSPMDLVVPSTQAEGKMMEPQRGLEEMEE
EFKIQRYDEDPHAEGIIYETPALKAHHDLLRANMHDLKDESKGIESPRGGGGGVATKVAETRP                 
>Ngad_20054                                                                     
LRAITTHQAAELKEARAQWSQLQEQLKAREDEAKRLSEQVLAPLGADEAREGRLAELTRQLEEAQGEKEGLGAFQTSLFQ
ETESLTAAYEKLSESTQRLKQQVEEKEKRNNRLQDELLKSKATEQMQVERASALERRQQDFERLRLEQAATVKELQELVE
LLRTQCAGLAQTRRETEEGAQADAEKLHQAQREADEAAQSLREFQNKLLAMTSRAEDLSRELDKVERERFLLREEVGSLT
RKLQKVQVKIEPTQGAGAGGMGLNSATGGGREAAQNETLLKLLNCSVCNVRWKDCVITKCYHLFCQPCIQSNLKVRSRKC
PACGKHFSENDVKPIFLT                                                              
>Ngad_20099                                                                     
QKFRSGVGKGGLSRSPTLQEVMMEQYYQHHQPPPSGPDSHASARPASPPSSEPVHVSTGARCPFCPTLSVDTQLRPCGHL
FHGNCLKPWLQKSPSPPACPVCRESIASCVLAIPCIATGASFDSLPPVAGEGEGGGAGRTVEGPEHGKERLEAESSAVQM
AGSHV                                                                           
>Aano_F0XWS9                                                                    
MELPRPGIFAVTLVAFCGVFGVVRHARRAAPTVALSADARPYEWGSPNSVKLFKRTHASTHPQRDGWFLSHYIGVEQTAA
EFWSNGSQYSSKIYSGSADKKGLLYETACGLANASCCAERASMTTLGTFTFHQFRSWVTPTGDARVEDWVGFWNGLREFD
VASTRPYDWDAYMHLATHFYTPNLDAHVRRLVEEKVPFLARHYANRGQAMFVAYVNNPFNGHVFAVHGARLKDDLRETYF
SRNVDDDLHACPGAAKVAFSRERLEDWWLGLNGTAKNAETGLPDVLAVVVAQPTADAAATRRALDSAGGLALLPWNFTAN
RRDQCAVLEATLPTGKLVKSGTLGDDQAYASLRFVEVGGARDGGRPVADYVAVADGNVKSFMGANEGWARFLDYHIGLNV
PGVLDDYRAPLDAVDAHYHAHVAPQSGTPDDGSIFAEGASGLCVELHGVFNYTAFDPEPLGSLNFCAADSTCAKGVELCS
GDVLHQAYPGYRVYATNASACDGGAGDCAHYAVSGADRVYEAYNSLHSLANTYKKPFDVPSVVVIGAQSSGKSALVEALM
GFQFNEVGGGTRTRRPIALQMHYNAACDEPACYIMDERFSGGEPVDGGAPFERRATLAEARRFIEEENRRLERDQHRSFE
AREIVMRVEYRHCPNLVLVDTPGLVGGGGDVFGDDFGEESHESPHARGMKRQAREAYELALGKARARNAVLLCVDDGNDW
KLGSIARRLCADADPTLSRTVVVSTKLDTKLVQFGSGRDVASFLRAKVLHDLHPRLLAGPFFTSVPCGRVAGAISPGGDA
WDPQGGAPENQPWDLDDEGFYEDDGVAFRGDAEFRAATARASRADRSLVKSKVGFEFFDKAAPQLGVGALRQFLERHVEL
QYRSNVARVVPLLRQERLRTEAALEATDIELDALTPEKLRRSAETIADKFCRSLSAAVAGSVSAPPDVYGERLADERLNG
GAFQAPAESAADQEGLFDDPDRARVMRGGFGLNPRAPRRPTSRSAFATATAPGLASTPGSFHQPPPPGPGDASMQLTLSQ
TALDGAVGHADANLYGGAQYRRALREFALAVRHLSLPSVDGDEIANALGVGDAHDGADFVRASCVIAVDKARRSFEPQLQ
TLAERVSHVMRRLPPVIECMMESQPGRAFGTSGPRSGRKGDVVLTGDASGPYDGVMQLIASIYDTYVHELADRAVARCKD
DLEAMTRFVTWDLASSSDAKSAVKAALEPTPDLARALDDLDGAPPRKQKRRSKANKWFSAKDEVAVEASVLDDWKRSVAD
EDSDVALSSDELPRGALSPVATPTEIVGSLVRRIAAAWREHFARTVAVKFNCFFLMPFVDDFPLYLREKLDDHVHTPENG
GDGAFALFDAAHWKSGHKAACGAAAPAPAEAPAPAEATPSPVEPLDESSFDCAVCLQLLCEPTTLPCGHSFCRGCVADAL
TAAAARCPACRSAVPARVAGDLRVNRLLEQVVHARAPDAYAARRAALAAAPRAGAPEPPSRWTVVADLLSPASLAVLALV
DVLGAPVAVSFEGMTYCDDKRRPEWARPEAPGTGVPRLECRPREGAPVVVTEPASIIRALLELYGEGRVDVGPSPSKASA
GLVDRVRGEQLFDTAWTMLVNPVSQHLFCAVWDGHCNAPGTRGLVDALEWVDRTVGPAVAAHAGPRRTVLEITVGAPLLL
LRLVQDMVLDDALQVRPGLRAFVARVERSDVGQAVARRVGASRHLQAYRERVRRGIGMAVIMLSGQTPAFDERAASKLVR
PTFPYHDNNLGSASDGAEFYRPTSDLGKEELFEDYLRRYDNDKSDY                                  
>Aano_F0YDM6                                                                    
MDPDERSDEDCDKLRPLLETVGSFHLLLSDRDMLLKLCRALKLVTIPWGGVDLMREGDRGDCMYFVLAGRFSLCVKGKDG
KSHNVGMSKCGNTIGEVALREEGFRNATVTSAEASELLRIELEDYNELLRHNDKNHDHNRKVTTLQRSPALRQLRQVDME
EMVKRTFFQTFHAGERPGPEAPSSRPGEHLWNEGEMFDGMRYVPVLLRGEVALLKEVPEDDVASSTCTERYGKRGPGASF
DGGSRTSRGTRETGRRASDASAISEEESESDDEGESVHVSQDGLGPAETEAERRERLRAEFFAEIAAAASRRALRRLLYK
STRDRHSISKSKQLGLCTVGPGGIVLELAMLNAAYESPSNPMTDWSDATFFGQKRGSARNSKSSTRLQCERMRRHGCTVL
TTMRTEVGWISRYLFHSLITTNAPFTKDVSEWVLTLPTAAAIRDMLVTQEMWKNFRSNLVEDVLAASPRASNRDRVEASR



REPARHNGTAVSKRVALFMGAEANRAKAEEKVPAVLKKAQDDLAEKQKAEARRAMAYRSAHLAHRLKQRASGRDTSRRAS
AAKPPPLVLGAPASDDDDDSDVPSGDDEESGAPRRPPGPPPSSPSPRGKGRPRGSTSPKRDRQTPASPGKRPPTPDAKNV
ADRNSLFDAEETTDRLVTMLPFRHPGDQTHQFRPNVKGAPSAHQVALKLSIAPKDQLQCYPELVDDLPTPFAVPFAYDSM
PDTRLHPHSVIVRKKRVRARRAFVRADWNIREEDHAEAVLMDEAQGTAAAHQRQRRTDVNQTFYDRRATNALLLTEVLAV
ATEGKSEAEQLAPALAPVYYEYGVALMGACREAAAAGEADAEASADGPSAKRRKLDGDADEPGDGGDDADDDDDDDDGGD
DDEDDDDDDEDDAAIAWKLVDQARSIFLAAGDGAAAARCAEQLAGLNVDEARWSDAVVEFSACVDYYESVDDELSLEDET
RFLSCVASLGAAYADHAAADDSADVAFEGEGGESVVLVPAADVPDRAASYAAMAEKKTNALLERLARDGAPVDDVRKRDL
VALAVEVQFDDGSECAICMEPLDARDVVALPCACAVSYCFRCWDRALASSFNARGQASCPTCRVAVDVDFDADARGGEGA
LVFSVAAGGGAAGAEDADAAQHRVESVVNRLAGQAAPLMTRRLRRYGEDHGELRPAAADVGAYLKGLGVKRLKALAAASG
LDPGAYLEKAELVAAVRAAHGTDGAAAAFAVAAAGDAGPRCVCGGALLRMDGLARYLRVCTEFPDVGDRGDLETVARTLL
HADVARGTSSVICDLCDRPVPPRGAVYTCASGETTVLHATEYDVCERCFVDFAVDGRSDGALPQTRRARSIFLAAGDGAA
AARCAEQLAGLNVDEARWSDAVVEFSACVDYYESVDDELSLEDETRFLSCVASLGAAYADHAAADDSADVAFEGEGGESV
VLVPAADVPDRAASYAAMAEKKTNALLERLARDGAPVDDVRKRDLVALAVEVQFDDGSECAICMEPLDARDVVALPCACA
VSYCFRCWDRALASSFNARGQASCPTCRVAVDVDFDADARGGEGALVFSVAAGGGAAGAEDADAAQHRVESVVNRLAGQA
APLMTRRLRRYGEDHGELRPAAADVGAYLKGLGVKRLKALAAASGLDPGAYLEKAELVAAVRAAHGTDGAAAAFAVAAAG
DAGPRCVCGGALLRMDGLARYLRVCTEFPDVGDRGDLETVARTLLHADVARGTSSVICDLCDRPVPPRGAVYTCASGETT
VLHATEYDVCERCFVDFAVDGRSDGALPQTRRVGAR                                            
>Aano_F0Y7M5                                                                    
MAPQELVDAQCVAIATLLSQIATSDGAVAALRRGLEGADDAARDVLRAALAPPPAPPEELPPPPPEAPPAPPEEPDAGPP
VARRVTDGGELRTLSRTSSLSKDAAAAATMQRATYSPVDLAHLLRNKAELEIDDEATRYLDRLDTNGDGLVQAEEMGEFC
TQDLDVKLQDAELDALHDLLDNSFDHTRVRDVCAFFESRDAVAGPGPSRLSVPRSNTVTTLAFSPDASRVGCGGIDSVLV
VYDLSERVERRLLERRLPNMVGAISLGVRGVASGCFGGRVDFVEDVLKAAPPPGEDPGEPPHAFSTSPKGCKASSATWEL
GQNVNAIALNESDGEVAVAAECELTIFSLATKEPKFVFPADGILWAVSMARSIVHVIELDGGASLRVTAKCVEEHGTTHE
SPSKLFARSFSTKNVDEETRLRPSSDRPSTPRGLGDLAELESLHRSPASASTAASSTTALVQGCTLRISKIKTTRVADIL
LVQLESVPVLCVMLTLVLISVLLSSLTVAKVRIDARAASRVDTWITCLFVVELGARIACHLQVYRHLPAHLRTFFGDPFC
VVDFIVVLIDVVLLAGAVGSNLSGAEGFAKAVRLVRLVRLVRVVRAGRIIRKMASSDYRGKLRYDVELPGGDVVRDVDRE
DVWTEAEDAYARLRDAAPGDGLPTPAKSLRAPRKPLRRISNKTGAPFGERDRMPCTFRVRGIADMRRETLKLMMMGGEAQ
QAVLWSYDLNATEVAPGTPDVVRSVVEENGTRVVRFARRELTMPFEQTVNGVAISGGGTRVAACDSRGKVVVFDLFERCA
VFQEVDGDLLYSCALSHSGDEILFAGASMRVTLCDVNTGATLYGEVADDRVRCVALGRAGYKVAFGGFDAKFHVRHTRVG
AHCHVAEGSKMVRSVSLDREGTILAVGGDDCATRCFKLEGDHPLGAPAWVALHKSKVWIVRCAPSGEAVAAGDYSNGVCV
YRAADGAILWQKTTWRGRGAPFTWALSWAGDGSRLAIGHWDAYAYVVDANTYRETHHARRGDRVYSVALSSDGGGLLVGG
RDKRVALYAVAGAGGDLGDPAHAWLLDAFVYAVAASHDDRHVAVGCVNCQVVVFAARAPYARLSTISQEGLVQFIEFSPC
APSLLAVASEQPCVEVWADVGAAAPRLALALRRHTSTHGVSLSRHGLAYCSGTLFSTYGTGTNAPSYADRPSYEMAQAAL
DHDRALGAILCAHPSVVNARGFSGETLLQYAVRKKSAAVVERLLGARCVVGAALGDGNGMNALAVALRNERRTVVRRLLD
SIQASAAQFPLGGTATTSALGELAEKYPDILVAFLTDLTMIQDHALAPMGRNIALLPSSTNLITAGSSERSPAKFWDPLL
RKSERSERSTGARKKAARVSSIQQTDQAFGMTSPTGKAPAAPERQPTMMRKRWSGISQKALDATRVNLFVTQRSRFSLPG
FAQDAHPATSALETPGNEAWRLMIADRADRYREGFAFADLKKTEVAALRAPFESICGTFARGMPEPDSFLAIVARASAQQ
GVYRAYNSVLVQSIIQFKWDAFAKAIFLSQFALCVLHLSVVCGLYFAVFDHKRDRTTIRNPAGGSPRGVGELLTLVFAAL
LSLGFLCIELSQILIEGQREYFGGGAHSAWKALDLFCYALQLVVDGVLAFDVGALDVLSVFCCLNLLAFTFKIISFARVF
DDLGALVRMIVKIGYEIRHFMIVVSILLLGFWVSFSLLYNQPPTFDQAIDLIDSGLYQTNTVRRTNREIVVIFECFMFAV
ALLLLNLLIAIMNSAFEQVRQAAFVEVLFEKSRIILNIEKLWLPMVINYAGTDVRGAVGAAVGARVGAGAASARSARFGV
SAGTPRSAPPSAAAATSASTSAGDRNGPDSKICAATPAASGAAWDVPDSSVKPQPVPPSAERRSSPGAKTSTHGPVFASP
GSTRTIGVEMRGEGSMGIPTERCIEPDAVPYDLLCTICLGVVSDDAVQTPCGHIYCRECIRSSLRRQAVCPQDRKALSHG
QLRLVKEANPIVRRIWGAIKVRCCYAERGECKWTGNLGDALSHEARCARKLGSPRDLKIRELDGALARSEARLAEAVAER
QDAARRAAHLEGELKRRTYDFDQELAKQAFDARSRLDELQALAADRESQLAALSGRFGAVEGEHRRLGEAHAALSESHTR
LLGEREAREAAAQRHVEALQGQLSELALDSKAMADDFGQRQQQLERQRGDLEQELHGGRERTRHLEFQLEAAANDARTAR
GELADERNRSGAELERARGDAREASEQLFHVQRQLDDAEQRLHEAREERAHVYGRLEMADRDLDASRRGQADAEEALARA
EKHFQGQLDKARDDGRHDRGGAHHFDRAYKYDRNSVVKLAQLVAAHLEDRPSEISPNRVFSCVGSCYEDLKRGWTDNPSN
YAIDVRMLLSVATASTWFNEQQQQLLDQWQRDEGWLGNRGGIHVVNSAGPPPQQQQRMRGYQDENVPETGFPRTMAALWL
EGAPAALDEMAGDPSFVNSAAFCDLSRRIRAMERRASAGATPRDGEAPPILDAAKRAKLMENKTRLLGEIVSTEAWYVQC
LDALVSEYHHPLADSVFAEGGAIIPMEKVYRIFSNLEDILLVNRELLAQLRDRVEGDDASARDRVGDIFLNMSFALKIYS
KYIGDYDTARQTLAEVEANPRFAAFVEGVEERTRESLKNQKLGSLMIMPVQRIPRYELLLRELVKVKRKLGEDEWMDELE
SCMDAVKEVAEQNNEQIRITESKAKLYDVQKKFSPKLCLVGPNEPTRLLVKDGDAKKVHGRGGAQVPCRLILLSDDLLYA
TESKSRTGALELHRKIRLADGATSFEDQADKDGLKNAIVVLNSDKSMIILCDTPAEKAQWLAALRATREKARAKLGAAAD
DGVAMTLWEQDTPQCCVTKAKFTALNRRHHCRVNGECVSSDASKARFDLTALGDRFGKSERVCDWCCRDFQLCDGDWTAV
VKRGKFLRESVGKIADGAAALAIAGKNLEREPGQAVFASWLWKKGGAGAADGKGRAGFFGRRNWKKRWCELRKTKDGADY
ELLYFEDPGETTDDACKGRVSLGGAKVQVLDSTLLTFVLTAGTRDYPIRTLDHESAKDVGPTDRGYFQIWIALLEACVAR
AAVPEKKKPKPPPPPPKRKEEKAPVDPALLRAEWYWQHNDGSQMGPSTFDELKAAVVAGDLLGTCHIYAEEITSDWAMLD
DAPRVKAALGA                                                                     
>Aano_F0Y2F8                                                                    
SDDDDRMQGAAVFASSRDVAPVEHRGGAFAHQDFDTDKDQDARALLRRKFELQEAGATNDETGLYQGQAGYKSYVKLNEA
QIGANKYTGTKGPIRAPSFVRNTCRFDYQPDVCKDYKDTGFCGYGDSCKFMHDRGDYKTGWQLEAEYQRQKERDKEREML



GKLGEPDSDDEREANKFRVGAGAEELPFACHLCRGPFKDPMMTTCGHYYCASCASSHFREKNTRCPICEKQTYGMLNAAP
KLRAK                                                                           
>Aano_F0YLS3                                                                    
MPCAAFANAKEQALTKCDKSSAGRIDPRAVSVCGAVNDSAWLFTLSSCSGRCYLWRGEGVKATAAFSRGRVSHDRVDAAY
FLAADAREEHASFAAAPLGAERTDGGALWLRFEPFILHVRCADAAAANALMRSARTVFKNVGLQSANFTADGVCVAIVGD
EGLDMPLRDEDGQSLFRDRHVDWLTALVNDKHDRNWAKIARFEADLRAALAAFEAAREDDDDGAPSAGGKLRYDAVGDVA
CLRRPLRDGEDGAAVAARALASNAKLRVVVAPAAGQTLASGGAACAPSEPFAILGGGRRSPLVTTHKEHDVAIVVDLNSC
FFSPRLATERLRISKAVGRGERVLCLFAGCGPEALLIAAKTACERVVAVESNAVATACLARSRQTLRRSKGDRVADKLEI
VTDDALLELRRRADSGETFDRVTCPRPKGRRDGDRVDGDADDADDGGDGGGGPDGALFLRALLPLLTPTSVVHWTDFAAD
RELPDCARTRAFLERECAAFGAGCHVLHCARAGTSSVAARQYRVTVDFRLGDAGPRAPSIWLPPTSTASDSSARIDRSRG
GSMADDAATDDWEPVERRRRSTSAGSFDDLSEPEPELSRAARRNMERRRRRRAEKAAEEPAADAARAPTEADAERALRKV
EKALRGIAALDARLEADERLTDEERAKLSRRDAAEAARAAWSALLLGFELKRQRADAIYAALENVRFEDAFECACCREVL
ELPVALPCRHEFCRACVAGVAKRAKRASDVKCPVCRAPFYDGAAKSCTVVVAAATRARLKKRAGTCHCGAKVPLSQLREH
LRGCGDAGRYHSPREHLGHELCPPPDFSAAIAGGGESEEPSSPRDDDLQDALLRRFRVEPAAPRPPRAEEPEATPEAPTP
PRRKRAAWRPLSAAAAPAPPPPPPRAAPRGWGAAPAAKADLRAPAPPPKAPAPPPPRPPARREPTPAEAMEVVKSKRGHG
ALSAEAARARKAAVDIHRRAVNRWEGLEAEDAPAPAPRRRPAAAKDAVRKPPPVDVAPPPKRAPAPKKAARKKKADDDAA
CLREYDGDRDLRERFFGCLSVVVALLVWGAPALAYVAREPHELSAARFHDVFPKPADLAILRPPHEGLTTDPMVEWQFGD
ALGRAAANGAVDVEVWLDRGMLLGGDAGRVQIPPQARARGSSDPEPYRLTYDLGSLQMGIHNVTVVLRSAEAPPRFAPVR
NTSLFLTPRVERDADAAAAP                                                            
>Aano_F0Y517                                                                    
MGIGLDNILSDKGHFSDFVCPICQEVAEGATILGCSHVFCAFCIGEFQERQLKQGVAAACPVCRQGDVAGARPLAEANPL
AGRIYNRVQCRCPLADQGCAWTGDLINLQGHLTNSSEHLDLKAAAGAATPDASGFVARWVGGAEKPPAEETAEAAAARLQ
RTADALKEQADQKYQIKAYGAASEIYGKAIAVCPDVAAYRSNRGACHFMVGAYEACVQDCDAALARDATLVSAACRRARA
CVELGLTDEARSGLEAAKAAASEACAARGGGAALVAALKKLDGELERVAAVAAAVKAGRDAFGAGDVVRAAASFGGALKD
TESACIVLGAATAELGLGRVDRCLRLTLQVLRRSDAARWRPAALIVRGAAMVLSDQGEGGIALLREALRLDPDGADAKKT
TKAALRLGRRRDAAKALMNKRAFDDAAAAYGELLDEDLGQAFLEKRQSMDAASFPDLAALAPVSPLAAVARAERANCHLR
RGEPVAAVSDCATAIYIKDDLVDAHVTRATALGALGKHDDACGHLRDVVERWGGRDVRLQHAYEQADFERRKKLRPDYYA
MLDCRKVSSEREIKGAYWKQSLAHHPDKHAAAAPDVRARHEAQFKALGEALEVLSDPMKRDLYDKGYDKEAIAKKLEAAN
RAANNAGGCCGGGGCGSGGCG                                                           
>Aano_F0YS69                                                                    
MAEFDDGSECAICMEPLDARDVVALPCACAVAYCFRCWDRALASSFNARGQASCPTCRVAVDVDFDADARGGEGALVFSV
AADGGAAGAEDPDAAQHRVESVVNRLAGQAAPLMTRRLRRYGEDHGELRPAAADVGAYLKGLGVKRLKALAAASGLDPGA
YLEKAELVAAVRAAHGTDGAAAAFA                                                       
>Aano_F0Y262                                                                    
MTTRPASEVSREYDCAICLSTPEGQVHQCRNGHLFCAECLTEHRNKHRGTQCPTCRVALPSEPIRNLVAENAIARRPTVC
AFCNLNTTVGELRAHVGRCPKRKVPCVAAGDGCMWNG                                           
>Aano_F0YHN1                                                                    
MSDWISVTNTPKRKDQAEEADQQAPLSKAQQKNKKRAEKRRERVEVLKGLAWNEDDEALAAAAQHELLQRTKPPDARGLA
PRRERRSNSSGNLADEDDDDEAPPVAEVEVDVAELHKNLRKATKALRRADDAAAKVAAGNADKDLVAKAGRRAALEADEK
AARRAVEDADAKRAARDAARRAELSLLSRRRAETGAKMLAVAFDDRFACPICTEVLEAAVDTGGACGHVFCRGCLEDHVA
KAAGPADCVCPMCRAPLVDAKTGRVEAAAAGLVRANLKHKRATCHCGATVALSGLREHLRSCGPDAHMYPPRRKFGHVFK
QPAFVDRKKDAPRAFAVTAAEENAMLQAAIAASLAESRRRYALRTMTDSPLRESKTWEPNSSERWSDSTPTLPSPLRRVN
SQSMDGDASLDAHTLGQFGVLRAGYLHTGASRWERTDAALGGSQKLRFVVLTRQAVTWFKRSATDVLFGDERGTLPLGEI
ARVAAGDADPRRVELYGHRGELRRWFLCKAGDDTSEAWRGAIEAARRDAVEGAVDFRGPAPSPSHRAASPTVVSLVKSVA
GGDANLISRRVQENEEIRVGEVKTDETLTLVCGDGDLDIDPAVLAEALDVGEAFVEALLGPAAKPVRVKVRADEDDDDDA
VVASAASPTAPAPPPPRRDFAAALAVVVALLGALWAAFDALVRFDVDGTRRRGPDALARCAAALAGAAAGPAAARDARDV
FAFAVLLVAVAPAVRAQARRLRAAARALGDDGDGTLARHDTPRARRLSVTLVSDDAGKPGPAKPKPRAAPRKVDPGDARA
VRDASARTGAPGKFIVGTGGDVREASRRWAETSRWRRERDVDAVMGEAHPKFAAIKRHYPHYWCGRGRRGELIYVERVGH
VDAAGLKRDGVTIDHLVRHYILLHEFTWSVLAPAPDGPTSYQCVVLDVDGVQLSQCRGIRFDYVRRCAAIAKEHYPERCS
RMVIANAPQWFSVVWKMVSPLVDPNTKKKIRITRPGLETLAALREVADDDQIPEIYGGKLRDAHASDLERQLLAKLGKA 
>Aano_F0YFT5                                                                    
MDARQASPRGAASTNRYSCAVCLEAHAIEPVVTACGHLYCWQCLYRWLDAGHNRCPVCSARVDRNEVTPLYASDERDGEL
EKLRGRPASPVPRPRSRTPSPARRPGGYDSPGRGSPRRGTGSPTARDAPPLPFSTAARAEEDAFPSLFGLQFHRILWRSR
GERDATDRWLALWKAVVLGGIHLSSSTALHARASMVLLARPETVNASEYELLMQYGQPRTASTFDFMVVCVLAHLSHGLG
SPGGYRKKVSCGFEPKGISGPRFAALAAEHPGEVRVGKAHQVFDLGAPPDGAPVPEALYFVSSRQEDVAAELAALPFPER
GALGGVQAYDEFVELGLASIRRNFRAVFPDVSDEQFLMVREYMAHWDVLRQCCGGQAARSVVAQLHGLKTRKRSWQLDRP
HCELYDLDVVEEALFNTTIWRWNFAAAGQGFWRDKEAQMRRGMCCFGNAEMHNGGYFNPKEGVQEYLRAHGDPRDHKIDV
KAACSHRNYQSDYVEPIHVDCPARPGFPPCRGPRVAQPLGWDDWPPSLPPGPSRSDQDTSWRRGGGGGGGGGGGGGFGGD
RGGGFGDRGGGGGFGGGGARSMDPRYGGGAPQRGGGGAEDIRAAMRGGRDGGAPAPGGARSMDPRYGGGAAAPGGAKSMD
PRYGGGAAPAPARGGAMAMDPRRAPPVAPPSGPAQRDVRAAPGGGLGYKGRQVAGGGFSGSISSAAPPPPPEEKKEEEPT
AENAAVPSRTIDVYWQSYPQETIWVRKNRRESYKETKSRMPVVLRNLAPDTAFDPRIMWDKEKERVAEAKADAAAAAKSA
GEDKKKKKDAKPKKLSKKEEMIEKNKRDSEDKDVKADLEKLENASKACRKKDQLGATIMATKCATALGKLRQLLMVLDAE



LGNDSRPAALDVLWAVEANPLYHAALAEADDGDDDEKDKKKKKDDKKAKDKKGEDKKKKEAPKSPGAALVHEFRKELRAA
KKVRKELAGALASFQLEEMYNRLPPLSPFLKSWRLDAWQKKVLRHIDAGKSAVVCAPTSSGKTVISTYTCVANDRVLFVV
PTEPLVALATNQLAYRPSEDKSRIVVGTPLALESSLVKIRGQVGDEATSKRWDYAQLDGGFDFDYAVFDEVHALDGDEGA
ALQRLVRSVTCPTLALSATIGNAAQLQGWWQGVRDDCALVDGVESSDRVELVEHSGRFINVQNLVLDPDAKLDRLHPCAA
LTTDQLLGDEKIAFAMTPADSKQLYGKLVAEYGAAVEDLEPKAFFERLAAGEEQERLAARAAFVKRGGAPPPELAGDAGK
AAASARARITLDHAKAYELALKQRLYDEAAKNAPKLGGVLDGFVPGHLKKLESAAVGENGRSFSMLNVATQMRAKLLFPA
LAFHLDSFRCLALFKSLLIELEEAQDARYPEYGDELKKKAEEKAKENEARAKNAARNAKEAEEEAKEGFDDGGETFVDVS
APHPEFVLAPPTTRLSAKEIDDILDELKRDTQGREALPANHILVRALRRGFAIYIDDAAFAVYRRVVQRLAQQGKLAIVF
SDVSLAYGVNMPFRTVMFCGDEGSLLTPLLAQQMAGRAGRRGLDTQGNLVYLGMSWPRIRKLMVGTVPAILGKPPHFPTM
ALPLALSAECSPVALCANVDRKCLLRLSAASLSEFNDGTKRTALDAATRVDAALEALKVLGLWIHKADGGEDDGGGDSMH
DDVRPKLCMVWELRDYLPESVALAYAMPLLMAEFVKNRFNFKRASEDAGSEAVQIEFFSVFLHIVDRVRCKKGAVPLDEG
TWMKKDPERTKKWAKWEKILEESQARLDGLTSLRDDERDALKLAVAPGEPLDAHIFEIAKDRRMPPTDKLSSLDRHKLKQ
RIWHVGNILMKMHNCLQLRGEFIALSPLLRKCCQRIKYILSDDINANVDENAILAVHESSDDDDDAAPPPDDDADTVPPA
DN                                                                              
>Aano_F0XWI6                                                                    
MAPPTNAAPRRGDSFDEVKDDEVKEDDHRSQFALRRAALSGLVRSLDGADVEIAVPPKAPPAIARVIAHVGVGGFSRSHL
SYATDRLLRSSPAPWGITGVGLMPWDAKMCKTLRDQDMLYTLVMQDDAAKSARVVEAITDFVFVPEDTRAFETLASDPRL
KIISLTVTEKGYYQDVATGDLDLRNALIKQDVSEWHYAGSLQKPRTAFGFICAVLQRRRSAGLPAVTVLSCDNLPLNGDL
CRRATLRFAAACDAELAKWIDRHATFPNSMVDRITPATEDAHRDALAADFGVRDAWPVVSERFAQWVVEDAFVAGRPDWD
AAFGDDNEDESVLFVEDVEPYETMKLRLLNSGHSALAAVGLLLGHRLVHLSLADPDVLGFLGAYMRQVARTLGPVPGVDL
ARYQAKLIDRFANPTIADTLARLASDGSQKFKSTLEHALLVLRREQPTRAPTLVALALACFLRACATQVDERGAAYPLED
PRKGELAEPARKAVAGDAGGAKDFLSLVFGDAVASWAALVDAVAAANGLVSAEGLRAALRIAVKQDRDDPLPRTTSRLSR
TDSGLPPRVASTLSRSDSADAVASFLPDFDRMADDVPLGPDLDVFGGGAGNPNKQTPAVGMECTICFTTKYEAIRLRCGH
AFCGGCLKRCASHDIAACPHCRAPHLLDPDALRAAMEKYRKEYRSWRTGATKGSKGEVAAVTEPRADESPTKAPAPADDD
GPVKPPAERPPDVVLEHVEAAPLGRGALAAAAAFAAAAGSRLDLPPERPPDIANVIAHVGVGGFSRSHLTYATDRLLRSS
PAPWGITGVGLMPWDAKMCAALRRQDMLYTLVMQDAEASTARVVEAITEFVFVPEDGAAFEALAVDARLKIVSLTVTEKG
YYQDVATGDLDLGAALVARDVDDWRSAGRLEKPRTAFGFICAVLHSVLQRRRSAGLPAVTVLSCDNLPLNGDLCKRSTLR
FAAACDADLAAWIAAAATFPNSMVDRITPATEDAHRAQLADEFGVRDAWPVVSERFAQWVVEDAFVAGRPDWDRAFGGGD
DDESVLFVGDVEPYETMKLRLLNSGHSALAAVGLLLGHRLVHASLADPDVAGFLAAYMRQVAATLGPVPGVDIEAYQAKL
VDRFKNPKIADTLARLASDGSQKFNSTLAHALRAMRAADEAAPPPRVALALACFLLSFAEVDEMGQRFALADPRRDALAA
SGRGWLLRHALDAADATEMRTFLGLVFGDDVAAWDALVAATHAVAADVRARGLRAVLRKP                    
>Ptri_XP_002180074                                                              
RNKFHAGPIRAAQHVRVTARFDYQPDICKDYKETGFCGFGDTCIYLHDRGDTMTGWQLEQQWEEQQRIKKEKQEKEISQF
LDGARNEEREATELPEDGLPFACHICRQHFHDPVVTTCGHFFCQSCIFDRVRNGSELCPICNKDTHG             
>Ptri_XP_002179389                                                              
MGRSKSTPLQKVPSEEKEVFGRREVGDSTFRALFAGEPVGTDKSCMPSHDKTTPLRTVHATPSQTQNPKAKKRSKKQVSF
KPENQGFISSIEVPEISIEVVEDSQSGRNVFIFYRFQQDDSNRSGNSSIFTKALKLPEATVQTDKDLGVDKPLCLPVRTS
LGAFDLWKAFQLPLLGKSPKIFQEILDSNLIILFLRRSDTNNWCLDVSLTEKALDCCRPEVLPIRRPANARRYSAANSIH
SVLAALFPDTIIHDTLPNVVSTIDFSPISARQIYALTDNKQLITHLERESVPDDLVIPDLKPKLRPYQAEAVKWMLERER
SKAEGEEWKLAWVGLRPFGDPLPLSQVAEDDRHGNIFFSPFVGWITRTYSAAKSMMADNMPQPRGGILAESMGLGKTVEV
LSCILANRRPTVASLPVPFARRNLDSEFSRSRDVAECHDDLSEQNRSTEVRDVEYRKERRSETYFNKGDTVTSRNPHLES
FAGISCLSIAATNTRLVTPEPKRNDLPVATEQWLQDDYIGSCICGKLISLPDLKKELIIICCSCKEPMHEFCASFDSTDA
LMKASTPYTFRRSPSGPGSHCRLSMDEACCPCCFLRNGQMTISRATLIVTPSAILRQWEQEIQKHTVQLEGRSTKCIVYN
GVEATCKMKHWKKECFSDAIQLIHPARLADADIVLITFDTLMSDLNHSDDNRFLAGIRSEQGNLRRRKRYRVVPSPLTKI
RWWRICLDEAQRVETPTAKSAIMALKLETDHRWCVSGTPIGRGRVEDLYGLLLFLRMLPFQDIALFLKCFSLAHRGIEER
IQQLLCKVFWRSTSELDSVRRQMGVPEQVEEKVLLRFSSIEKHFYERQLEQTITLVGEITERESEGKRSNSNRLTTLADR
LHKLRAACCHPQVGSSGIGRGHASRLLGKRREGSMSSLNSRVMTMDQILERFIEEAKLKCEESQRLAVMHTNAMAALSTL
KIEAKKFFGVNVEEEDEILMKKSCDLYQESLMQTEKNAAPTLVIGEAVVTGMKGFQSPYSIVGNGKLRLEWKFSKNANTS
IWAQIDFQCAKKLTEIRLRPLRESSTLDVLVDGQQRSLCPRDCTIQVPYQGAGDEWIDVSRIFLSEYAGLNDWSFATGFH
TKKSKTWRICLSGCFPPSEKEVHGRQATSSLESEFCVGLECELFEATIAQDPLQRLHSLNNGALCLERYAGISQEGSAVI
DREALTEQVLCSRAKRMKDEACQIESLYLASARATHDSCKNHFQNISSKRLYHDEALGKLSQQGTHLSQSGGDCWDEKWW
DEFLVLCCLYGNEGEQRQIVERILQDLEGYTSRGFSAAVDTQNGFIPFPDFNDIAGLRTAMDLRIQGIRVGLKGKPPRTS
KSGSRGFKMREATNNLVVQETRKLTQFRCQPGMHSKTMATVLSLSPFPQKDEIVENSCCRVCKADWKQTGPECRHCKIGD
VLDELEVDKVTLLVLRSVYAQIKSMLESKFLRDVGTHIEERAKEFFSVLEWQKREKLAASSLWRVHLDLLNDLDELNQCK
RPMRLLQAGEDPTKFSDDELNAIVFPVDACPRYHDSAAKQAMALGDLRRAHQSLRYLKNQWHSRKYSAEGDEETCVVCLS
ELTGERAVLRCGHSFHYTPCLEKLRTISGEIKCPLRCTVRTSREDVMVAVEKSSSNGSETRRVVKGSWGTKVTRLVADIM
DVQDKGEKSIVFSQWEDMIDICQQALEDNAVGYTRARSLKDLSGSVRDLQSVGCDVLLLNVKKAAEGLTILEASHVFLVE
PLLNHSLDSQALARINRIGQTRKTYVHRYIMEDTIEVKIDSFRLKNEGSVLLANNDSRKPSISAGGADGGFHSRDELMNI
LNS                                                                             
>Ptri_XP_002181449                                                              
MYHQETQKPEIRGGILADEMGMVRLHEMDMCNVPPKMRPHKYAAARAGTLVVCPVIALHQWKTEIEKFTELDTLSVGIYH
GPNRATDMPPELMQKYDVVLTTYQVLEQDFRKMMSPNKISCPNCGGKFKVDKLRVHLKYFCGDGAERTEAQARQHRARDR



DENGSGRGNTNRGIGGARGKKDKVKKPLTPTKKHLSTKTMVGSRFSVLHSFCWWRIILDEAHFIKSRSSQTAASAFSLSA
IHRWCLSGTPLQNRVGELYSLIRFLRIDPMAHYFCKAKGCDCKSIHYRIKDGKCQDCSHHAFSHYAHFNRYVLNPIQRDG
YSGDGRRAMFKLKNEVLDKSLLRRTKETRAEDMNLPPRLVTIRPIRLHPVEQDFYDALYMNTKASFNDYVDEGTLLNNYA
HIFDLLTKMRQAVDHPYMIVHSKKNTEKRRLEQGAPVANGSVDCDICHESPTERVVSSCCGSGFCRECVVEYLTGAGGGS
TPCPSCQSPFSIDLNQASTEAPVDDGTLAYGHVPSGSILRRINLAEFATSSKIEVLVQELVAMRKGRPGSKALVFSQFVN
MLDLTRWRIHSDPCLADLGLGVRILHGGMDVKSRDATLQAFREDPSVRVLLMSLKAGGVALNLTVASEVYLLDNWWNPAA
EMQAIDRTHRLGQYRPIRAVRFIAEGTVEERVLQLQEKKRLVFDGTVGRDAGSLKMLTVHDMKALFT             
>Ptri_XP_002185516                                                              
RMSNAEDLRPELDRRVKDVTEVLDVPEPAAMVLLSQYNWSKEELLEAYMANADKLLKAHGVYRRCGHALNPPSNRTKSCA
ICYDDDVDEMLAMPCGHEFCLDCWHDFSVAAIAEGPVCINTTCPHAGCPEKVTAIEFERSLGKQHVDYQKFLTYQIRSFV
ESNGLSRWCPGAGCERVACAVSAAAMESEGSVATCDTCATSFCLRCGQEPHAPASCPEIALWMEKCRNESETANWILANT
KSCPKCMSRIEKNQGCNHMSCQRCKYEFCWICMGDWSEHGANTGGYYKCNKYDSDQPSSSGPVDQSDAAKAKRDLDRYLH
YYKRYHAHSEAQAFARKQLKETEGRMVLLQESSDNGKWSDVEFLKTANEQLVECRRVLKYTYTFAYYLDPRLKMQRERFE
HHQEMLERFTENLSELSERP                                                            
>Ptri_XP_002183852                                                              
MEEGGNASNPSGIGQPQRSKLSSTPAFRMNPANTEEEDVAEDGSLLSTRVLCRTLQKELHNMGKALSCPLCLSTYRDAVT
LPCCHAYCRSCLTQALATGSARRPPTCPCCQQRTAGRRSLTDAPKLNELVRAYKLALRHFGLAPVRTWNGVPATILGVCG
RSLILCLYVSVYRYEEALPMTQLVPSTPDESPLDTVDVHQHLQAARVFAQAWDGPGDVPYRDEQDLVVAANRRFLLQAAV
AAQAKPQSSRNTNSTTLSYSQLANQAAEQSAADRNDETSPCWWEQRHEKSQSTVVRFRSQAEPEGLVEASPPHTTAAGAI
ASMQAGMDGPSLRDTKPTALASPTQAPSTNSEHDHDDDDCTVDPDLPIQNVSTYASFARDVPSPATLWPLSPSNAAERVH
AHDNDELTVDPDTPTNAYRIPSPPTIAKLVSTDKLSPVRPHDVTGTTVDTTMEVSMTTVTSFHTTTDTSRMPVAPPPVGP
TLPTTRPHSGVTESTKPSSPPTERWQRTRTPSPAHVRLVESFREQRSNDLPLTTLPAQNGNDATVAESSDLFPVGAIVQV
QPRTWPGVNKPGGVGRVVTVHTHVGNAAVQYDVAYVLGGRERRVDAVFVANQPAKLGTTTELVSATPTTTECMPRSRASY
RIKHKREEEIPSFLLEQLAKEGFDTKGTVAPVQENMADAAGAVENQRADSKPIQQRFGRKRSATTASKSNPTKRTRRKEN
VHAPARAMATSTAPTVIPPDPILPISREEALVLADQLYQSRIQKAIQSGVIHRRTPIFVQ                    
>Ptri_XP_002179316                                                              
MNSHTEASTDLPRPEESLTTTTTNVIAVDADRPVVETLAESATEIHSNDDDERASLNVVPSPRRRIVRRRVPIREPSPGV
PPTAHGSHAAGNVFRIRVHSNNNDNNNRHTVSVAWASAQSPSLTTTSSNGVIASGGSHGDAPEGTANENAPASLSSSIRP
SRLSTATGIGRAVPVQPTTTTTTTATPPTSTPQQQRQQFHIRIGSEHFNRLRQSHRRQLRVQPPDSLPLAGIAPGYDATL
HVTIPSLEPQILPDAKQLCRDIPADGNDSLERFRCDICTEFLQTPTTCGRCTGRFCHACLERALARSSLTVNGSDEDTGS
CPTCRDPVPANVLLQTDTALQQAMQQAPLLPCRYQGCTEQLALAQVAVHEASCPHVRCSCRFVDWGCDWTGTRRDLPQHE
LSCDLAKVDTLIQRHRILQAEYRVRVEGLETQLQAVGHELGIQRQYVRQSRQLSLYNPLDVYRLCVTILCATPQFMATKD
WWATLYNPAEKHTAINNLLTLLPTSLVTLRTVWDCFRVQERLLWGITEDHILPPIHPDLDVLDVALVLVLVGLLACLMVM
CLYLDQESSQRWKVHNFPNLVPFPVFGALFTVSLIVLYSVVIDFYGGGLYASFLWLRIVVATLLFPAIVSSCLLSAAQTP
LFGTGRVYKPLLVGLLFGFTFSFFGFQTTGDALAILQLVLHWKVAERWIAGSGVLTPLPVGLSCLYLSLRVGQWKFHEGT
TWMWLLATLSILSNLALVFNLPYLGQAISESLMRGAQASLTAGPSRQPDGSPIGCAVAIAWGMTLLSIAVSF        
>Ptri_XP_002176902                                                              
MVRTNRERPQDLLNFHFPVSPSQGVPDSRPVHSAGRGRSASSRGGSGRHHQPSNSRIPHQNSASHYRRTKEDRASARKKA
ASNMFYLHSSPDHAFVLTRKPAKQAQSYTFLGSDQAVSWESVRIVKYLSTVEKQQDERCPICLDTFACPRITKCGHIFCL
PCILHHVQAFAQAQPYAAHGPRCPCCAIALHVPDLRPVQFECVTTPAVHHTIRLVKLHRVAHSGCPAPFLPRPDMPRRSA
PHAAPCQVDADASYCRFNYVDPETYRVLLEYNLQELAEHVLSGTHVDIAERNCQQMARNHVQKERQIAAEEVLEELALME
RFQVPSAGIYQPQPKQLLWKTYEQIVTKLKEDTTHCPLTDKIESAAGLSAMAALKLSEPYTSSSTIGKEIGRFRSNSVAS
SIGNSVAVEGRSRASSTISHDDTLSTNGPPTQDKKRKEKKTSPVESSMFLDTDESAFYQATDGTLCFLSGFNMKCLRKEF
SPNIPETDILESNASSQDRHKVMPLPDAVEGSIVEIERVHLSPESRQRLRFLSHLPLYADILFVEINLGSLLSSNTKNEF
KKDFSKRKQIRLSRINAERKEDERIRRIEDARILELKSRIQCIDPHDDFFRSTQDADAIAEVLRGDDFGPALGDSPPATA
AASPLGHDPSISFSAITRTGGAFPAFASNDTNFPSLSTSPAAQRVHHPVPTSWGRPKPIAAPPPQQNVLSPKPSGSKKSR
GKKVLLFSMGGGHGY                                                                 
>Ptri_XP_002183591                                                              
MTHASDTLYEKRECRTDQAIAIDQARTADTAAYSWRLTCMSWVEINIRVSVFLMEYSTTSDRSEEIPEESHRSSSSSMEL
QDSDDKTCPICLHEDRPLAHGECRHGFCQPCLERLLLSPTISPRNDRQSAACNVVTPTLNVCPICRDRLYLFDLKFKETG
KVLYEPCVHFHDTPLAGAVYADSQVGSGSFHFPPFAESENTEAYFNVENIPRLLDLPSHVPFKNVNLHWPSRTIAGVLEF
PVGDFDRWNVYLSFSADWQFVCRGAMIKRRRKLIDAAAIRTKFPLDGSWSVTTTIHNQLPSQTQIHVQGHAFYNTAGQYH
VLGIQRDRGAAHVIFNASRMQPTLEASSGLDVSRIPFGPGIGEAIEWKPIETDFIEKVEWKRLSVSTTLPPDEVNQVGGN
SGRVYRLVSESTDALQSSSRFVPTYHPDTVWGNVFCQAFKVGLASYHFSQDSINAAERRVYISYENPATGLWPPLDNGMP
IPGRAYFHACSFPDPHTFCGQIRWQEDFGTPWQGMIRWDYTIKFDSEFTCIVGGDVKSLSVYDAEVPHEMSRFGDSLIYV
NAALWDVFVQARQQQDEQAEISALSEQRVGSPGSTSSTYERFQEHSNLLRQRLLAEGASVRTVAMVHGIFTKAQHENEVN
PIDINM                                                                          
>Ptri_XP_002178707                                                              
MNSTLAVTPHGAVTENATTTQSAETGKAVTSSTMATDAASTQSGLQHDSRFSCNICLEAVTAPVVTQCGHLYCWSCLYRW
LEPGMVPGERQALTGMVRYGPIDETRRVCPVCKAPCSVPTIVPIYVRNEPTSPNKRTSSLADSLDDTDDDDVEYDHQREA
SYGEQAHVAAHHTDIVRAANSWETSVTEHADLDGPTSPLPPSVVNVTASSAPDSSFTNTGLRQRLRFRSRDSEIPSAEDY
HVVPARPAANSPVRHRSLSESNVGAASLPRNPAWLTPLNPATNRASLSNGLALSLQHAFRQSLPTTAAAQPDQSIPPLHR



REGHGSAAVMNSISEQDPNATEFLSRILLLLGSFVILCLLLF                                      
>Ptri_XP_002178059                                                              
MKTRGHCGVFSLLLATVAFNEFLAVSAYSASFARAAGLDSIAPWRYSQYPSPFEYPTVCRTTSEKLCDPDGILNDSEVER
VDRVLKTSREFVLPCKAESNVEGIKGRVINIEIAVALVKQMDLLEFEMNSKQHERAAEVFARSLHNEWGVGVTNSCGGTG
ILLFLSDLDRVIYVSRGTALKTILTDRRLDRAMNKMKPLLQEKKFEEAILSAVEEFEFLIQYGKPHTWELINDYITRYGG
LCWVAVFLVFAGRNIHVQTKKQREYAKVRSHLSEMDRARAEALQGRFCATSCPICLEPFPDHATTSTRTPEQLGSDNLPI
KLLRCGHVFDHNCWLEWASKGQGQVTKCPICQQDVGMGEDLTTARNTQSLSRRSSRVVSDDLDDSIGHRGLAAEGERFLN
LHNRERSFRLTQLGYQFPQIIGPHQIQQWSQNDYNGMLVQDPTFISSDPVSGVGSSARGVGIKSSFSGGSSGGGRCGRW 
>Ptri_XP_002185758                                                              
MTKKTKKSAYLQKNSWPREFEFLPPSGDALPAGPFFPPAIFTDVIYTNGVRVDAPLIMEGHKIRASLPSHSYASHGRLPV
LTPTDSAIWKQNIAAQSATTDQFPVNVGRYLGTITRTITDRGDTGGPSCVPYLIAEAGHQLRKWKKQPTNASAKKEALLE
RGLGTFKEAEIDNRVNEILEEWKRISTEPRKSATWDAFGNLPPKSVNDSFYVPLSSLLSWIKAEGDNLTDSHAGVVRQIC
HERMCIPACLNLADPSHLWHIPLIFVYPVVMQVDASSKPQTTASRPSKRSKPTCTTWRLKLGIYAHRLLPEATTTVLKTV
MAALDEGSYRCTQGLSLPTHPNEPSFDPSPYPVVFVDDDDLQKTYSASSKTESSTFIDSTREESCISAYTTKGLLKLLEN
RGCDISNWDEIAPTLGALQLDLMLHQQHAICWMHEMEHLPGFGINSIFWEEREFGDRGKYYYAPALGQLRLHPPPTMKGG
LLCDEMGLGKTIEIIGLVLSTLDELKSETQNALDMDKTHATLIVVPPVLVEQWRNEIVKCAGPSLLVDVMEIQNNEVYWR
GDVHNPDIVLVSYNVMQKMTSVKHLAKRWGRIVLDEMQEVRSSTTKIARMCEKLKSDRRWMISGTPLFEGIEDLKGELNF
LHLEPFSANSEDGFFNFAVTNPWESHQKQVIATLGVLGMIMLRRSKSMTIHKTHQPILGLKPLTVEFIPVVQSLSERTLY
CFLECITAREFRSTERTEIESIATKEGRSRCLYLTLLRDICNSAVLLNGGMGVPSQLGKLNAMLIAQHRRATSKPLWDKS
LNQGVTNLVMTCDEAIVHLAQVQEATRAGDGEVAFLQLGFGQGLVRRVRAFESVEAQLDATRSALDTAIRSNAAAKRQKA
KVLWHLALEKVTTGFLQDADVVHIRTRVKKLWKRRYSVISQASNVKQSISHTSDSPFSDTARPPYDEEPYEHAMFLRGWR
LSNICLVDYFWAHPNSFRIEGIPPELSIDDVAHTLAVNFRSGDGSPAAMRDYCLAEHITDLYAQDSYRFCILRVPSSSTT
STWTAGLAFKSQKDAMLLSGQTKKVHGIQIASKHIPPLMKRNIDASIADLEEARALQARHPTLENRKKLTLAKNEFEKAK
RGLCICSKGQYKMHAGTDCENLVWSSARVAYRFDDLESEKLISSLSAVRRDCSATIGETDLKIYEYRNRMQKLRSIAERK
YSENVQAMSSFDALQALAKGRFNDTQCIVCLGHLGSGGLCGDDAPCRLCNSDAKSADIRGAITMTKCGHLYCVKCFEQWS
RTQSTVACIVCRKKIDKNSDFVTIDPTDRESPSFIADRRSEARLIIKKASDMISESNGELDPELWEQLYHSIEIPQNVDS
SRHCKVSVLPGDFMGHLRSCTGLPVLCHPSQTPVTLSAQSQCLSSKIKALLRDLPSEERSVVFSSSAKTLHHLEVVFKGI
GIGYQSLFSGQATSTAERAVSEWHATKANAIPCPVLLVQAGAAASGLTLTKASKMFIMEPFVRHEEEQQAYARCHRYGQT
NTVHCKCYYTPVSVESRLLEWRKRAVNAGVEALPLQEGEAPQIIYAPLLDLEDEAEIETSEVSQMNFLLGLGTEQIR   
>Ptri_XP_002186002                                                              
MSDTGWTFAAAADACDDEDVWTQPPFTPTNPLHRALQAWDASLRCGICRELFRIPTSVVACGHVFCACCVRDSFQTQLYR
TLKKSASCPLCRDGKVVEKDPSFAKTLRPNPLLEQLVLQYQSLRKPLYDALCQSLETTAPSGGGGSVGDDTNGSGASGVN
NREGGCGDVGVVDSDGSVGVVGSRAVSATNEGAVHANTRSNTVTRSNHHHQPYPNPHSVNTDDDETTAPTTQATPLPPPP
LVPQRSLNYHGLKRKRLQELCQQQGLDTTGTDETLKNRHRAYVAFHNAHVDSVQPWTAAELIRIFNQRERAKARVARPRS
LIPPTTDAHGNIAYDPKLRAGFAKLVAQARKQQQEQQCQHREEQSQQSSTTPITSSTEFVTEPTQQAPQSTDHPVTDASA
PVMAPTHVPSMVNPYRQGHGTTPAATRSNPRATTPGSQSSEESRRRTTTRSTNQYRSPLLHSDPVPNGPPNAMAVLSSGS
ETPSNVNPYKQRNCSSQPATSTPSSHETNSDTVKSTLSANPSRRPSPVDVLADCNTNGHASDDHNNTVRPTLPQSRKRTR
PHGKVSPATSSLLNTRKGYRRDSAQGSWTCGKCTFFNQKHKWRTSCCEMCATPRSEATEQCVGEGQHVNVD         
>Tpse_XP_002294631                                                              
MGHPTNIFLTKPDANYTCSICLDVFADPHFLQQCGHTFCKDCLTSAITQSCQKDGPSCPECRCKIATSDGSNGGGGVNTM
HRVRVIESAVQNQMVKCKNAYLDDDCNDYEYCHQECSWTGKLSEWSMHAARECPVEIVACSVPGCAHKCPRREMKSHVGS
AACISAAMQSKIQEGVASSTAHIEQEKQLLQQQITSLKREKREAQSLFQNELEKSKLLQDENNVLRNKVKSKKNAKLREQ
NNEMSAKIQLLELQIENEREGMQFAIKSYEERRRGLEVENGRLRGLLQVAGEKKKMRKKKRISLDVEDGDVEVGDMDFGA
EAAEKRRKKRKRRVKEENNKRARAVSTDANDILRLMRVVG                                        
>Tpse_XP_002293905                                                              
MASTKQTAAASPDKYIPDEGTKESSTGAKRKRDDGEAKATKHNDDEASDGDGDGAADASDRDGDNNDDDEQSTNSKEEPI
DKEARPSSIILRTAGASFVDFPVSNLRDHLICSLCKGYFRDPYTVADCLHSFCRSCLIAQFTVGRHRCPTCDISLEPDPF
REVLADRTLQEVVEKVFPWMQTKEEQDEKEFYASRGIKLKPEYVVESSRSPDEKGWGGGEAAPDGKSSQTVVPTQESMSD
MLDLQLEPDESAPDAQSMPPLRNPTLRTSGRLKIVSVKKYLLQRLGLKNAKTSIEVLCNGDPMGNELSLIFILRTRWLSP
NNVLTLKYRLMEEHANTRGNLTAEEKFLPYKTLSL                                             
>Tpse_XP_002293524                                                              
MSLFCLYGQIVCCPLFHPAGRRFWLRFTDAQHSTVLRSTTRILLAQRSATASSSSIKLSAASSVHFVDCQDDSSGIRHFE
MNSFEISPETAGQEPPFVSAQPNEQPLRPSDAEPPHSANVSNNAPATPTTTTRPTLRLQINADGTLRHSRNRREGHRHHH
HTINIPISNRQQVHFHRMNPPTILPPLEAQPVPNQSNGYDDDAENATTTTNDTTSQHKEASINNMKKLECAICFEYMDIP
VGCGNCQTRFCRPCLERVLRQELSNRSPQSTDPPNSARCPHCRSFFTRQDIKIDNQLAQEIAECLETVTCPFKGCNTELQ
IGLLKEHERSCQHIRMRCKYAEWGCAWVGKKMDLQHHEQHICEFKAGLGKLVEKFRQSEERSNHILQHHQMQLAASSQMM
AMQSRQLMMIRARNAGNVFDSLELAYQACCFPGRLYASRELWGSMLTGEGQRSLVCNVLLLAPMLVSVFHVAFQGVQLLP
QLLHTLTEKEQHEGGTSFYDILDFVLVSIITGLLGILCTACFFIDNKSPSEWTLFSVGGIITGQPLLRDVAACCVATAVF
STMEFYGFLRGTLMWSFTVVVSIFFSSFVATTMEKLSGAKNVLKNARAWPVVVFGLRYGCLAYSSDFLSCVTAVVLWRIL
GSFSNLPSLFVVDDSECFISHWNGSFLGIGAVALAAINAALMANEPTSFGPLIGFARAHFAYGCICLQINVWHGIGSPVT
SIASSCRVSLAAGRNKKVATTLFGDSSSPMRSSVSRRGRSSPPPIPVRSSFYHISSRRLKVSYVIGFASLMCCFWCQSSQ
SYAIATSETVHVHQRQLVLAASLDQASSRRIQNSNEEKDSIEGEDTVLDEHITTANEYDANDGSGGNEQRTNPTEPNNND



RPSDSNESNYNNNVSPVHQRTQQILHNLFTSITNLQRRYGQNLITVQDASDMYPILAQDLSLDACPFEFEGQRNRACFTP
IITIHDIVSNTRGVQPQQQQSDNMIREPPSPILNTQLPEVLLMSGLDNTPQEMDIVGPSSILKTLELLLECARCESLSPW
VNADTDGSDATNHNTTKPHKGNDAAQCRENLQSQGINDELRKWMGRLVATRRIVALPVADAASFYERLVLELTKDYDRNA
ETEQPTNGNGAECDFPYPSHWKSTSNSDSNTQIACMSTFPARVVNELVRSHSFQLGVSFHGSTPPMKEGWIGVPKWGKKD
TEQSTTITYDEEAMTDIGLALSALGSGHQTDAYSVATMTDKESNSHCSGSTMEQFAFAAGSPDGANGGSTWLDECQCVVD
GDNHCAYPLERTEKYDGSSLRSFVSRVVSPPSLDDDPSFLPCFEPNPETHWYYLQEESHLGNNLRMSLLAIELVEPWTSI
RSIAGVELRDEDVVPLNPRLPGSCFETRAMELPESLLMKRINITWTVGGSFTVDETAIMYGKWNVLDRQLFDCVTQPTKQ
ELDEFFTILRNIEQMEGEDEDEMEAEVGFTPVVAGVTRWHSSQIRNSDDMIPTETTFTVSLDLGRYKVGDVIAIYALARV
DQEWVHGHFGDEAAGSSPPQSNFLNARTNPDWIQAHNEGFTLKGRLDFFSVPVTITIFEGNQPIEKSVRLSDDAYVQEDP
SMSDSDIARALVMAVVVIGIVFCCIFLREDSNGEDVFSVMSEHRKIARQRISMDEFFGSEELELT               
>Tpse_XP_002297166                                                              
MTSSPSSSSSELLLSQSPPKLLSNKHHQSSSDTNNSEVRRPSAIRASSSSSRAGGGVAAANTSHSNRQPNERLSSHASTA
AFTATRPSNVRSAGAVWRSLRKRERETEGGDVGGGGASTPASLAKKIKVNPGTWRRESKGYHGGGITSGEKRKNDKCKGP
PDISNDVNNSCPRKLNETLDEMQQSRDSYRNAKTTPQPHDDDDNNHSNHYDSIIIINNKEEEEVSPKRPSDQFLQSYLPR
NIQNIRNVQNIQSIANDIEGSLLLGMEVGADVGGGERSEGGVYGGGGVEVMSQLTVGIGTQQYMSARDEESEMEEEKEEV
GGTVAKEVEVLAGAGDTVSNGGEGVASPNEGGDAATQKKQQSAKAVGTEKKQSSAMNQDNNSDDDYEKDDFVSSDDDADE
AANNARKKTALAAAVEETSNATSFNPINTKANAKKRGRKFKGPTFKALAEADNGSGSEEDDQMDHGDDAFEEEEDLLETD
DGAPNAAEAAGPNAMMKEEEDAKPSESTTLPIEVFIDNIARDFENMGKALTCPICQHSLRKATILPCRHAFCHSCLTQAF
NPSSSGAATKGKKKNSPTHVKLECSVCREKVTRRSMTRVEQLDDLVRAYKMTARDFGFAPHVHNANVTMTQLDPEENAFT
FDDESEEDERKMPAEGGNERHYSSGKKKFDVTETTQHLQVTRVVRDAITSKSKQLQSSPETKTAANQNLVRTKEDFERQA
MARRYQFLARDADAVVRADEEALEKATRRKQMIVSATAAVLGVEDVAKKSAPVESSGNLKHAKIASTTTTEMAEEPLQEK
DLGKATQETFQTCRADLESLEYATAKEGSHQANDDVLNTTAPSPTVLHDGNTAKKANRKSSRASSLEDVGGRDDGKAAKE
ANGTTGATKRRNHSFATFATGDASPIVLHDGNTLRKSRVETSNNHPTPRRSGKIPSMAESRVLRQKEEAESEHDANDDVD
FGGEHDFADDDEDRSPVPEGAAACVGVKSSQDSSVVSEESEGKPPANAKTEELTAWEEIVKGSVVMVKSRTWPGINKHGG
VGRVTKVNVVGNATKYDVTYVLGGREKDVDASFVSLHGEMASIEASSHGESKVSQRTSRSTEKIAVRPMRQRKVAETIQP
APVPIYNDEVLKHIPPETLQWAGIKPLESRSKGSNSKGSKSRKKAKKAKVVVPKEASDGKKKRGLAEHNSNTTMPAKTKK
QKGSSSSHPKEASTATNPTEPVHDAESFRTIIDALSTEEVVRRADVRYASLLLNAEILNVVTSSLEEKDSDVLYSLSKML
KSKNVTLKVMKDYKPGKTQLCITATSSSTSQHSGMVSKSRTLKVMRSALAGLPVLTPLWMEACLKDETIVPPTKDMCIRT
LPTKQTSKEDGAADFGVAKYAGAFQSGEFPFTNHVLSGVSVLMCGAWKSGMAKELKILLQDAGATIVSSVSVASKTLTYM
STAESKTGSLVFLCDDSHTNKDCGISGSLLKEAKAAISAKDENTQKILAVHFNWLFDCISCATVLTGNAYEPMSPRAKEL
WSLGVESDGSECAKVAKSQAY                                                           
>Tpse_XP_002297001                                                              
MAARGLLAVHQSSENLKDMVLPAKMQRTLSQEYIRQHAQGQSMGDFFSSGNSQYSYQQANNAPVAPIDVAGAGANSVAKN
DIVEVPSSTKCALCTSTNVDTQLRPCGHMFHGRCLKPSLSNTVGPPKCPMCFTSMQSAILAVPTAPSEDANSMQGV    
>Tpse_XP_002296664                                                              
MALTSSTYSTESLHDDGHGPDTERQDGAPCHDVDDLDRKPAARCTKNSPTSATTSSSTACKKNKNKDNRFICAICLETVS
DEPVVTRCGHLYCWPCLYQWLEPGILLNEYHAAFGGGEIDNVSRNNSNGGSRVGLNFLQDINMASYNQQATHQPYNPSGG
RYNEQRRYCPVCKAECTVDSVIPIYIHVHSSPTGAAGSVSSDVFSMNTNQSSMESLESLCRPEGGDSSHVGETVSTPRGS
PTGASGLFAAVNTEDDPTTVNLGLRRRRASTTSTATTQQQTRKRQDNDQQPMVGTPIRQHTDLVEDFDNCHQSTTRNNNS
NPNNTPVHRNGSGSGGSYRSSNDMQLFCSGNSHVPSRPAPMSPLTSSNVLSTATAETSHRGQHDHQPESPPLNTAIGTSS
PFRMALRPRRQPFALSSPPRHQGYATSQQYQQMQTYAHRHNGRLTSVLMGFVNTIDNLAIQSGGSSRQQGNQPLAASIPQ
LHRSDGGLGGIGRSSEHTQQGGQANSVHVNGMSEEESSLAMAREFLSRLLLMLACFVILCLLLF                
>Tpse_XP_002291304                                                              
FYVNELLGVASASPPNPPKQCVGGILADAMGLGKTVMLMSLILKAKELGGGDVKPNDEVEEEKKEQEVMDISSSSDEDDD
YESYHKRDEDSKLKAKKPRLSLRTAKSGGTTLVVAPLSLISQWEEEMASKTNLSSLVYYDTSSKKASCGSSFSSVDVVVT
TYGTVQSEFIALSRSKVTNGDPVEPGNKQLLLSFPWERVILDEAHGIKNTTTVVSRACCMLKAKSRWAVTGTPIQNSLQD
VYGLLKFLRHEPWCEATFWRNAITNALLAGALPGSTIVTDNVKAHDSPMKVNDATSEVMDIAFGRVRRVLAPIIMRRTKD
TLAEDGKPILTLPPVESTIVNVMLSEPEREFYNALLERSQSVFEGYVNAGTASKSWFAIFSLLQRLRQACDHPLLTIQNR
IDMSDIVDEEEHSTKDSVVTEAASEGLNDKFIEDLLSKFKRNTKDSSSYITGVANSLSQCVESKDEFLKQECIICLEEPK
IEESVHTPCAHMFCQKCLLSEFQDAKSGDMVPKYLNEVVSCEKETIPKTAVLLRDKVARETLESARNGAGSSKLDAVLNE
LDAIWTMDPCSKVLIFSQYLGFLDIVGNALDKRNVTCFRIDGKMNLKERVKMIGRF                        
>Tpse_XP_002290235                                                              
MRHQEVKVPEIRGGILADEMGMGKTIQTIAACKIVSREQNSSVASFQFLGTLVICPVIALSQWKSEIEKFSEEGSLSVCT
YHGSDRETQTPRELMKKYDIVLTTYQVVEQDFRKMTSPNRVECPNCGGKFKIDKLPIHLKYFCGANAQKTEAQARQRKDK
KSQTDGSKTKKKIAVVDKKKAVTARKKSVPKKTPSKSQSTDTKNSVLHSLCWWRIILDEAHFIKTRSSQTANAAFSLIGI
HRWALSGTPLQNRVGEFYSLIRFLRLDPMAYYFCRCKDCNCRNMHYRMKAGICEDCGHGGVQHYSHFNKYVLNPIQRDGF
SGDGRRAMFALKNEVLDKCLLRRTKETKAADMELPPRIVQIKPVRLHPVEEDFYNALYTQTKSSFNDYVDSGTVLNNYAH
IFDLLIRMRQSVDHPYLVIYSNKNTDNGRRAPSGEVIAIANGSADCDLCHEPPTDRVVSTCCGAAYCKSCVLEYMAGTAG
LAASAGMSCPSCRGAFSIDLETQVDPAGPDMGIPSLKELQHVATGSILRRINLAEFATSSKIEALTQELVMMRQMSPGSK
AIVFSQFTNMLDLIRWRLHSDPYLEDIGLGCRALHGGMNVKARDICLKEFREDNNVRVLLMSLKAGGVALNLTCANYIYL
IDPWWNPAAEMQAIDRTHRLGQYRPIRAIRFIAENTVEERILQLQEKKRLVFDGTIGRDAGSLLKMTVDDMKCLFA    
>Tpse_XP_002290052                                                              



MSQQHKRPPPQTKPAPNSLVALSSRIEGAYAAGGASNESASATGDESSTLYNPVSKWQEHVEVPGLTLFDIHREPRRENV
DPEARVRVQLKVLSPEFHCPVCLSYIKQTRIVKECLHRFCNECIQKCLRVSPKKECPQCRVHIPSRRSLRPDPNFDNLIK
SIYGNLEELEKFEEEEIMRLNRDQNMNNAYAESRKRGILHQSMHRKKRQSNQGESPRPTDTDNTTSRQSLITGLQESPLI
DFVLRRHPQETVVERLKREYIRTSQDVTVKNLKMFLGQKLSYFPPSHFQILATVGGNAVILPDDTTLALIQRDICDVSAA
PIVLHYRIFDI                                                                     
>Tpse_XP_002289632                                                              
MLAADELTPIMNAQLREVVDVLDVPKSAASILMREHKWAKERLFQSFFDNPDKVQEKCGTDSSNRATRSFTTKRKHCEIC
MDEDGFEPDEMISMPCGHEFCETCWYGFIHNALDKGPLCVRESCPQAGCNELITEEEVSRAAPDLLPKFESYQLRSFVET
YGMTRWCPGPGCEQVAVAAGSGGVFADAAGGVAHCDKCDTHFCLKCGEEPHAPIACKDLVKWQEKCRNESETANWILANT
KPCPKCSSRIEKNQGCNHMTCSGCKYEFCWICMGNWTEHGATTGGYYKCNKFDPNADGDDQSDAAKAKRELDRYLHYYKR
FHGHDQAQGFAKKSLKETEARMVTLQEQNVDTVWTDVEFLKTANEQLVECRKVLKYTYAFAYYLQDKEKRSRFEFHQEML
EKFTENLSELSEKPL                                                                 
>Tpse_XP_002286147                                                              
IRLHLALFYWNGSYPTIAHRLVGARIRDSVTPSSPGATLTPNAGSIVANRPSYKPIAALIFVQALTALAQSTAEASIEAA
HLMQNDVPNATKRNQSKHSGQDSHSCGICLNQRVHPAAPSVCGHVFCWNCILHWVANVRAECPLCRAKTRPQDVIPL   
>Pinf_XP_002909561                                                              
MKNHFANHGDLEHLKWMHENCSAALSTEGMDGAATNGHLSVVHTSGKCTTAAMDGAAMNGHLNVVKWLHKNREEGCTTSA
IDLAAQNGHFNVVLWLHCNRDEGCTSAAIDGAASNGFLLVVSWLEKHRTEGCTSAAMINAASKGFLEVVKYLHTSLNEQA
TNAAITVAASNGHLSVVKYLHDNHSEHCTADAIARANVNGHDTVVELLLKHEGCRRAYEENRFMVESREATADDGAELEA
RLRVEEEAKIRLEEEPRIRAEVEATIRAEQEETLMRVRIRAEIQVEVEEKMRAEIRAELLAKKKVEPCPICFIQTDNSIT
TACGHTFCSACVAKLRSRGHELCPMCRSSLIE                                                
>Pinf_XP_002905607                                                              
MFRSAKPKKNKRRRVAEDEDEHNEGERDVSGDVPVVAVSTDRRAINTFSTGGVKKAKNVVQTRLIESEREVVPQQYAGDA
TYETQIDTEKDRDARAIMERSIKANQDGSADADSGKVYRGQAAYKSYITKKESQVGMNKYTGTQGPIRAQTWARAISRFD
YQPDVCKDYKETGFCGYGDSCKFLHDRGDYKSGWQIEKEYAEKEKKRQKRLQEGRDPDEESEDEDKAAMKKKEDEQFACT
ICRGPFRNAIETICGHFFCESCALKNFKKTSRCFNCKKQTNAAFCLQDRLGVRVEHNPSDEEWVH               
>Pinf_XP_002998546                                                              
MRGQQRHTQHSARFVDLAEESKSVLLDLGVILNQRYRGRGPSHQTQRSLQRKNEAVSRLEQFITDQQRVCETQERAEQSN
TVQEATIERLEKQLEQQRLELEQERLRTAFDEERAQLLEQASDAAKTQQDISRKNCTERETALTCPISLDLFENPVLTTC
CGRTFSSEALTQALRRNPQCPVCRAHRLARIRTETHAVSELKLVLVFLIASRPQLHLMLRQVTRCPVLGQTPGGDVVEGG
THVNVVTRGQALHLPQLLPLNQLIIRSQVPTRDPLRQLRSSSNSAPNQSSSPRYGRAPRDSELNFYAYAHQGYLGSDSDY
>Pinf_XP_002904953                                                              
MSIGNRADPDEAALDEGDWAGRGDDAAVLTSSDAHNAVAPSASSSGQVDSSREQEENARAADLAVLGDACPICLQTLEDP
VMLVSCYHVYCFECLSTWVHSLALHGVDLPTCPLCKNPFQDVYANVRSETDFELFRFQGRRIRDHEGRNRQSERNDSNRQ
RLRRRSLVYRRRMRLVRVAGKQIEDSHAYPKMHKVKGEYEVWLERELRACIGRDIDLTVLLAIIQCCLNKITQCGSKKCY
DELQQALTPFLYEDAEHFVREVAYFLGSRLNSEAYDAAVEYQCENAAECTNALCCGR                       
>Pinf_XP_002904180                                                              
MGQSTSMQEDKMKKRIRQAMGTFMDFGTHLKNANEWARICTTPKNCYLSFRIVIDPNVSAQLLPYLWRIHGNVAVEVRKM
RRPVEMQLNLGEFRLDIPRDATYELESSGTIGQAKTLTIAQFYYIYCFLSDVKACAAHTVRFPEKTTSTGETDFDETECQ
ICMDKKKQVALPCAHSFCLNCFQHWSTQSQTCPICRAKFNCSEGDELWQLTSDEVEDLGSYATDLVARIYEYLDKRDISK
HTEEDIKRSAELYAAALAVKQSPLRKFVHTDLFPTALPLGFPSILRTGIRLATEFDSDLMLALELASGEDQYAAMQHFEQ
LQRDQMLAVTMAMQAEVEESPNES                                                        
>Pinf_XP_002902747                                                              
MAWSCSLCTFENEESIGQCAMCLNARPLTPPASGHSAKKVKTPSQSQSSLLFSVGSSAEKEQQRVQKKLQQLRELGIDLM
DHEMMAMLQRNCFSVPGAASEYFERLADTGDATQEDDETKRRLERTLQKLENVDADGESFKVLGKTTVEASVNRQGVKVQ
VGDELLLCAENAGKKRLRPGLSTGSAASGIVRVTTLQQSQIGRLERKMETLLHPLLKSRLVRLGGVCETPPVSAHMFASF
DVIVFVYVSVKAFEVFNEGDANFHLSDRLYNLLQMMNGAETPSLDALASRSSSDAEDPSSQVNPEDLDTLFSECIGANEL
GDAADGAGTDSSEHLVQYLNAIELRDHQKQALRWMLWRENQSRNGVSEQESNDPMWEERHFHSKSSYYVNPFEKSASLTR
PEPSAPCLGGILADDMGMGKTMMMLSLVAYQKHTLVVCPLSLLHQWKNEAQERFLSDTLRVHVYYGEDRDLGTGLKPGAL
NRSDLVLTTYGVLSAEFGKNGLLTTTEWNRVILDEAHSIKNRSTGYFKSCSGLMATHRWCLTGTPIQNTLDDMFSLLCFL
QYQPWSRVAWWKRVITKPYEDGDDVNALGRLKAILTPVLLRRTKHSRDKRGNMIVKLPPKHIDLVKLEFSPDERAFYQAV
FDKSRAEFNGFVASGAATTSYVAIFALLLRLRQACDHPLLALGKDFEQALTPGASTSVKSAFQPQQNESSEAYYQRIAAQ
LQTDMQASSNRAQLIENGSDDQEGASTGGLTASYIQSVIAQVEDGLDSQECPICLDPPQNAVLTPCAHVLCDQCLRDSLG
NDPDNGCPVCRTVVDTAKVFKLPPPKAQGEASSSADTKTIITPSDDDDGTGLESTKLQQLLRDVQAIKLENENADSPDQK
RKVVVFSQWTSMLGMVSQLLTRHGFSHCSFNGGLNQEARERVLTKFAKDPDVEVLVISLKAGGVGLNLTCASVVILLDPW
WNPGVEEQAVDRVHRLGQTQDVIVKRYVVNNTVEDMILQLQQRKEKLAKHVLVVAKAHDERRSERLNLDDLRSFFR    
>Pinf_XP_002902136                                                              
MKFGKRVRSLASPEWATDYVDYKTLKREIKLAFAIENQTLDQRVTWFQTILESEMQKLNVAHARILDELIISGLKPLQQA
LGTRWVLPPATARSLLLEVLQLSNQVDAFRRFVVLNSLALVKIAKKFDKAANAGLQETENDEDSDETYTTTARLKAQVLE
DLKCQSFYDGSELDSLCDETVALTDRVMLCVLPDGNFRLGPRALTCPICLCADVQAPITLSCAHTFCWSCLSRAAQHRFR
SCPLCRRAQSVDPRDYEIDGLVKRFKRAYEFVEQALDVAPLVASPMRQILAEAFEVGNAYLREVEDQYAALAPLPSATFE
EPPSTMNNLKVDLEAKVPKEEVELEEPEPPVIFEKGDIVEILHSEQWYAGVVLQRNEDTGVSDTYSVLWWVKDKSQRFGQ



RTPRHLLREPTEVPVPPALYEYAAGAWRTAATWALEPFRRLRSRSDEGFSDRKHTQKTRNVFGLD               
>Pinf_XP_002902107                                                              
MASPHDVGVTMEGERSKEEEDKDVENNGERTEEGTEEQDVIELDSDEEHHEEEEHKQEESEDEVQFMGNTEAANEHQGTG
SDGEQSHEDDVVFVDSEESSNGQSERSRANTDAVMAAQGYVTPATLEAELQCIICQYAMFKPVSAICGHSFCRVCLMDSF
LTRPIEEAQCPICRLDILQPFSTLKTMVSLFSVNVTLWNLVQLLIPSVAERISTYQEEEEQEFKQKLIELDSKWTLFNLS
EQAARYHGDQDEDDAEPAARWEEDHEGHDEYPVVKVEDTRDGNLSVLRNIVLDTNDENEDGYVNMRVGLAIVEFPSLFEL
YNEHQECSVNVIKMEEDEEAADGMPFFMNEDGDDDGFVCGSYYNEIRLRVCDEANNCVMERTRGARGGVVSFPGLRLDVP
GGMYTFRFSDDLYGLKLSITTRLREPHEVSDTPVADYVGLINDEARDASRRNRRREHGSDNEDDYDEGNDSDDSFIVDDL
NVRTEQPVGRFSDDEAEDQWQYHSDDEAADEEREQQRVGRQQAGRRTERDVQFVDEHDEEEVSEHEEHDGSEEAEEEVRP
GRRNARVVEEAAFSSDGEADVDAADEEKDEEQHGTLEVARPRRRNANQIVDSEDEDEGDEEEPGNNDEDEHNERGNDNED
AIKEEEVDAFPRNSSRKVKREQWFESEESDEEDTRRHLDAAFSPCENVTQDRPRKRSRQVRVVDEGESEEEEEQMQRSIV
AANSGHGHDEDEGDAHVRRVHLYDEETDERHDNEDDVQKDDAPDYPDEGEENEYQEEQDDYY                  
>Pinf_XP_002899930                                                              
MEQGPPQNPYTFTREDYDSLVARTPNCQISKRSKYEEIELVDDCTLFDIYRQPRAPVTDPNATRTLSVRQLNADLTCPIC
LGIIKETMVVMECLHRFCGECISTAIRHSNRECPSCRIHIPSKRSLRPDANFDALIRKIHPNLAEFERNEDQIIEKVNRT
RHFHNAYTESARMGVLSQAATRRNGRKKTEGATSASSSPTNTPSPPVGEKRDSPDGGSPNDTAPSSAAASEDESARKKAK
IAASKPADTVADRVNFRVLLHEDEQPNAPKLERTLFTTSPKLKIRHLKKHLAALLKLDTYDNMCIVLPCVNCTLSGLSEL
AKARKDTGVAIRQDLQCDQELENFLTLQDIYEQYGMGTAWQLRLLYHFSQGTIVNGIARFVAATANNS            
>Pinf_XP_002898661                                                              
MAATFVPTPTLSAGEPSPSSSTGGGEARAAPITASRFAQRRLRVVTEPKHSNKMHRTRTLSELILLSPRSSPRITPRHKR
FDMDIEVSSFFAEGEGLVDLMGSSRNLRRLSERHSTIDEETAAPVASRNRFFPTSNEPDNQQHEEMDVDEGQPEPEAEPS
EETQHSVGEVVDMLFEIHSALKSRHLGQRTAASALAASNLVSTLAYPNPEPIPRDEQLEALENTRKMLECAICQEVFTNA
TEATCCGQIFCKDCIERWVSERGSCPMCREAIGSSLLARSRLAQRMANEMNVSCPYCSEAMKKASLADHVSACDQAPVEP
PPPADVALRQLLIRTARLNSSFLARFLVSPSPPQALMMQCYIRTRGGGNYELYTQDTDTLLCTAVRRRQYDMSVSFIISL
ATNLDTTSNQTNEDGAYPMNAPVPVARLDKNYMGSQYTMYDTTGEVSVELGAVQYAATFGKSPRQMRVALPLVAPVQSAD
SAVDGAPSWAVQPWRPESKEDTILSQVENPDTARALHLINKPPVWIESLEAYCLDFGGRVAAASVKNFLLSHPDDMDKTL
MLFGRTQDRQVYSMDYAHPFTPVQAFAIALSSMDSHLVTFD                                       
>Pinf_XP_002898630                                                              
MTKRIMEEERETKRVKLVHAATINAHSTPVQRRLRKMSEEFQPSSFGFLAQARLLCVGMSVVYRVSLSMTITSTCISRGT
NGLTTFAASNGGHTTQSSWVIAMSQNKFCGFYDHVNSILHHPNVIQHLTAPAYIQQDQDVVVEWKPFDVFLRILAEVFQR
YQHLQYTAFSIQADANTMKTSTVQLEGFLSDCWRALEVIVPALVVEPYLPAPLGREVLCIYLLMRDFLSLPNNVLDANCT
YANAILSLEDVEDLLPTQSEHACSICLEQLVSTEVKGVELPESDQDLPTSRNFSVKLPCAHVYHENCIMSWLRHNQSCPE
CRAPAGSSV                                                                       
>Pinf_XP_002997755                                                              
MARSDNWSCPICLGRFVRPVLVSCCGQSFCRSCLDDALRQADACPMCRSPLLSGPFSVTSNRALEDALTALDSSSPRRST
TEKRATTSFVDAAERKLTAQMQVSLRRRLRQWELWCRVNWASLQCVFYVALFFVFVSFLRVQEEEFAGSKQRLRRPN   
>Pinf_XP_002997396                                                              
MVLPQAVDAFPAAGACAELLLADNKDTVYESELKNLLREVLERGFGAHLLSQLLPELAALSSILYHGLSIGNQQPGQTLG
EEFCDIIRVTKSGSGPVVHVRLGRHVLWLVCARMEHQLRLRQEAAAAAASAATVDGSQLSSESRLKGMGAWIENDVFPAS
YSFSLACVQQWGAHAHFAAFYVFARHLHFAKRIANIQYVFVRKDLMPGVKLSLLGYMMSLRLVATAIIELKHLREHHKQE
IKLRQQEARAAGISTTPFSCSERVPTSLSQQSRRKCALCLGERVSPAVTPCGHVFCWECIVGWCQKNKAECPLCRQEAHP
QQIKCVYNYV                                                                      
>Pinf_XP_002997329                                                              
MPEKEPSKYLTATLLPYQREALAWMVGQEESSYKGGILADEMGMGKTIQAISLMLENGREKPIGKPVNSRNSQTVYGGTL
VVCPLVAVMQWKSEIERFVEPGHLSVYIHHGSKRLNLVERIASYDIVLTTYSIIESEIRKTLGWLKVACKFCGKKYLPDK
LVSHYKYFCGPGARKTALQNKQQRKKPKKKAAGESSEEEGDDMKQAARKPKGPAKKNDEKKPTLQKTKGKSPLHQIQWTR
IVLDEAHYIKDRNCNTARGVFELKSTYKWCLSGTPLQNRIGELFSLVRFLQVKKYAYYHCNVCDCQMLDYNFPDKKCVQC
THSAIQHYSYFNKKVVIPIQAYGYVGEGKLAMQRLQNDVLQHILLRRTKEGRADDISLPPKLVRIRKDRLDERENDFYEA
IYTQSQAQFNTYVSSGTLLNNYAHIFDLLIRLRQAVDHPYLVIYSKTNPALQLPSSAAPLDERSCTICHEYMEDEVVAKC
GHEFCRECVKEFIESLPAGAEATCPTCLKPLTVDLSPPVQEVKPLSNEETSTPSSRSPKAVNLSSFHRNSILHRISDVHA
FQSSTKIEALMQELELMRARDPSGKAIIFSQFVNMLDIIQHRLQLGGVKCVKLSGNMSMSVRDRTIKAFRDDPTVTAFLI
SLKAGGVALNLTVASHIFLMDPWWNPAAENQAIDRTHRLGQFKPIQATRFIIAGTVEERILKLQEKKRLIFEGTVGANVS
AICRLTEEDLRFLFAT                                                                
>Pinf_XP_002997148                                                              
MKFGKRVRSLASPEWATDYVDYKTLKREIKLALSTENQTLDQRVTWFQTILESEMQKLNVAHARILDELIISGLKPLQQA
LGTRWVLPPATARSLLLEVLQLSNQVDAFRRFVVLNSLALVKIAKKFDKAANAGLQETENDEDSDEISTTTARLKAQVLE
DLKCQSFYDGSELDSLCDETVALTDRVMLCVLPDGNFRLGPRALTCPICLCADVQAPITLSCAHTFCWSCLSRAAQHRFR
SCPLCRRAQSVDPRDYEIDGLVKRFKRAYEFVEQALDVAPLVASPMRQILAEAFEVGNAYLREVEDQYAALAPLPSATFE
EPPSTMNNLKVDLEAKVPKEEVELEEPEPPVIFEMGDIVEILHSEQWYAGVVLQRNEDTGVSDTYSVLWWVKDKSQRFGQ
RTPRHLLREPTEVPVPPALYEYAAGAWRTAATWALEPFRRLRSRSDEGFSDRKHTQKTRNVFGLD               
>Tgon_XP_002370883                                                              
MDFSSMPPEDFRRLQEEQRRLWREHEVRQQERRRQELAFSSSSSSASVSAASSSTTRPRTSRLPPQPPSSPSSPSSPSSP



SSSSLSSSSLSSSSLSSSSLSSSSLSSSSLSSSSALPAHPSRRLPRPSEAERQREAVMTIVALPNGRRLRRQLQPGESAR
ALWHRGREAQSSEVSPGHPRVVHTEAARRSRSLNSGRQQRRDHAPAEELPAFLLPFASASTASRSAAAAALAARRFLRQP
QQRQRLQRQLATLGASASLASSSAVDALQRGLSPLLLSSDGAISSLVYLLHSAGGAVGLLPGENDPGDVRPQLQEQALRL
LRNRKVARVQVVPGTAGLFGVGERKAKTVTTFYTEEDFKCPVCFELLLRPVVTPCLHVFCRDCMLAVLLRTSMCPLCRGP
VYAEQLEPVEESSSEKIVDFSLNYNLLPVTCTQCYWQGPLSSWTSNHNARRCRRIARHLRRTDPIEKHCSSSSASAASSP
PAAHRHPTEVERRRQAERQARDAFFRPPGQAPGSQRLAEPSGESETSSGMREEEASDRGREPAARLLRVQHAQEQRQLRR
QNEALEREERRDREERQAAVGETPGTSDSRVSESSQIEGMEELIAFLRAHLHDGSEASSEAEESVCGSDRRPCRLRPDAQ
GAFPVAFGVCTRLCIITHRMENTAGAVGGFFFGSGTFAHVQAVLEFRPSPDEKAQAEKRRARRAKQRAADSAEACRNAQQ
SGFASWFPGGADGDPPDRAAGGDGEVSSDSEAESSRAQVSFLSLEWLGEGRGRMDWRVSRAFPAFRSSAIKMFVYRTEDA
CERSASAIADGARAFSSSSPCQLPMGAAAASGASSETDGDVRPPAFLLPSGETEDAESSPERQRLSRRTRSDAEAARRDG
RRRRRGETRAGDRARVKAEDLQVVYLPGRVLLRLLLQVQHRPYRVLGWNCRDFCNLLLNW                    
>Tgon_XP_002369784                                                              
MAKITGSRFPVDQCALNTNYGPRAVEHLICPVCQDLLDNPLATPCDHHFCRSCCENLMKSGIQTCPLCNKQTYGSSGKKD
DDGRAVDTWLFSDPNKSFIRILEGTPMVCSNDGCEEVIPLGEFPQHLASHCTQRIVPCVYDGCQTYIKAVELEVHMKTCP
HRTVHCACCNETVTGGCEVWLCSAGCIGNLRNFYKEERSKIQQVPWIFIPSLATNISIFCSP                  
>Tgon_XP_002369031                                                              
MRADAAEFYPASHPGRQSPASASLPGASSSQPAAAPASQLAAAPPPPSSSASASSAPPCSRSRPARSVPCNRSSEKGSEG
VSRPSRGVSAQVDGRSQAIPAHRLFSYKMYQKPSGNPCAARGGGDASKGNWRSSMGLAQQQVFAKERFVLANCRVFVSSE
EDAKETFYNPDALVDWSSVVRVEMSSSAEDPITCPFCLEQPEAMLAPAVTKCGHIFCTPCILRYFDVLSEQQGGKHSQQP
GGRYWQRCPLCFEPVARKDLRPARVYQVVPPRVGARATFCLLSRPLGSTVVSLASPVTHAVHAVQQGDAWMASQLRLTGE
KQRAPPRGRKAADSAPEGGNGEPQEGYAETVDVASISSFSPSSSPFPSSLSARGLGAATASCGECAEMKTPGSAADEGHL
HAGRIQSFLPHECPACKAEEAARQASARSRQDSGSAGACVPAVSKDVERTVAPPCLAASRLCVPCLLASERVLTAEKTRG
NRRGRLSTAAPHCGVQAGTVSPPEPVGTSPEPLEGPPSGASRQSQSRESEKTEAEKETTRLEKKTRNGLLPCERTLGVHF
ARVALTHAPALPWDCHLEQLGAARRQELENNGVPVDASTLRALEMAEDFTRAKKDEAARGACCSCSARLQPPTVKEEEQE
EVTALHLRNREARDWYSRGILDFEEMMNDVQHFLARDRRRTAKQEKGNPRNSSQSDSSSGGVDAGASGTRAAADGRRSLS
PSPAPLSESSPLLDSNNATHESAARTSPQPHSDLFSSSAAASCCSVQAGEGKRTRGGEKSSGSAPLNLSEFYFYQAADGQ
LCFLHPFFIKCLLLEAGGDEKRLPPVLRDMPVQEVQPLCVDEQLRRRFKCLAHLPQMAQVSLVDVDLRSVLSPETARVFK
EDFRRRAANRRERLRQEEREAAATASSVASLASSLSSALPRMRLCPAEPQHPPTDCSPSTFPSLPGQGPSGAVAADSSSP
AASFAAVVKRQEEQRRARANREQFPSLAGSLPATESASPEISVARGVWQKPSGEGRSLHAKATASGERRANKKEEEVADA
YAPRPGGCSLGEILLAQSKAKKKKEKAKPKDKVQGGNIP                                         
>Tgon_XP_002367791                                                              
MERSFPQLSPSIPPHESGESSAVHYSSVSPRDTSTFCHESHAENAQSASTPADLSVAKSATVPASRCGEQTVPSLTISPQ
SEKGGCSPSDSPAGEETRGRSSPRASSSGERENSLSVPASEYETGRASPAELASEVLRGETKKSGEGDERREEGERQGDE
RREEGEREGNERREEGAREGDERREEGERQGDERRGVEGPKRERDSRECDERRKDEEGSTGERRAEETGEEESKEEASER
ERSVELSERNVKERERGGATAASPLPSTVRDPGFQSEVRTESAFSRSSAYSIVYSGRTTRSERTEGEKRSRGGGASATTP
SSSSAARSRGEENTRFECNICFDEATDPVVTRCGHLFCWTCLHAWLRRGTYECPVCKAHTTVRNVIPIYGRGAEKHPRDA
SETGNSGYVVDASAFSPESAAATNGCGEPFDWLFFPPGAHQRDRGAPRQDQVLTGNVTVGEKTVFREGYTVSKRQGTEET
SMFA                                                                            
>Tgon_XP_002367180                                                              
MYELVTGTSSRDMLESMSAGVDRARSEENQAHAVVPTSPAASLANTDEAPVLHSGEYEVNSTTHPRRHPEFRNTNIEETK
ERREIEDDGNVSCDEKANGMACLFCQGKCRGPTATACGHIYCWRCITRWILQQQRDQTAAACPVCR              
>Tgon_XP_002366996                                                              
MPGSRTSAAEAQAALDIADRAFHRQKDSTPAVTDIVRSASVGDFHDVSAEKESGSKQLAPSLNGSRATPNVVTPARTDQV
DPSSSSGGLSLSTREVPFASGGSALEGETGESANNDEEDEAALLQAVIEQHAEHRGPQTSSSQAVAGGGFASSEGRFSAG
YSSGFGRGRGWGFSAGRGYQAPSLGASAAGAAQTAFGVGRGAVGSNLPTAAGYVPVGEDYICHMCGERGHHIRNCTRSND
PRHQKKIRPATGIPSSFLRDISVDDIPRYAEVYIRKDGSFAVMKNAKQMSSLSYFSSDLDTKIERHVGSSDVAAHLKCPL
CGLLFSQPVATPCCGESFCRGCLLRVLHPSRGGTGGFFPGGSGFAGDSEKNSAKKSGGCPSCGRSIDLRDVLCNTALQKS
VDAIVRSTSSFKEPDATESARPPFPPLSTVPSVSGRVAPSASSSQRTANGGGVARDVSSSAVSSCAAPHASNSPVASSGA
SGGEPCAMAEEREEKREKKEGSNDVVAAGTVGVWCASGEASSVKTEHVEREVSCPRDAVALKDVVGTQTPSEPDPSKRAP
GAALVEPAAASAPSNDSLDRNSAPGDHGNDTQGGNTVGSSATKGRLPEEAQSGLPPGVDLQELEEQHIFAAAYIAQYLQR
RREKRKRRRILKICDGRPEGMEKANQR                                                     
>Tgon_XP_002366331                                                              
MSAERSEGGPSAHGKPLESQGTTGQLATNYKQSIHTEKLCTEGLPKLHPPSFSFPFLASASPAARPQSLQTSGLSGTGAS
LAPVGAQVATAERGVPGARPGDSTRPSRPDGLGVLLSMRMPGGGVSPRFAAPRLVVPNPIQVRPPVGRLSDLSTGQPGVL
HHVVSPQGRASEGVVPGTAPVGFDASVLPSFTPATAELLSNSHGRLLASALLNQSRQDASLIPQARTPHPRGTDVSASGL
PTGTGLAAPFLPQTLLGARAPGLSVASKPTELPSANDRPDRGSAPRQSEHLRMDTGVVAGTFIGVRGPAQTLPGANRPLQ
SLPSPVDQGKPGDAQPRGVQCGRGQPFVNPSPAKETQKETAGGLPPAGRGTSGAPQATTGITSFSSQPSPVGVRHPIPSL
DCYGASSVPLASSSGLITAPAPSVSVYSSVSSASPSGDRPGPSGLCRSSSVPSSARPPSSSAGGAAGIVGTGPSQAPSVP
PQPLSSAAGVRERLPVSKDSSSVSTASPSSSSSSASCLLSSLAASASKGAVSVPQLVSPPSASFSAAAAPGSRALAEPSL
PRPGESARPSVSLVSPVSPMSARSRAWLAHDRANGTLWGRTREEYEAIARALRPGVSVYEATAEPRRIDESLLSKQTTLG
ESELRCDLSCPICMGIFQNVVVVKDCLHRFCADCIEKCVRTGLRECPQCRIHVASRRALRPDPIFERILNKLFPDVSAFE
AKNAELITLSNLRMRTPAARFLPAASPAEGDAEARLEGEEDEGRGAGRGRDEVEDEEEDETDDRDRCEASRENSDESDTI



FTSSRSRKRHRLNQDRQRSSRRPRPASSKTPLRSSLYSLLSSNALPTAKRTSGAGLSTLLRQPLPPFVGSDGCLLTAHGQ
RLPSRASSLASLSSLCGELLAASWRGWGDEAGLGSTSRSDIGGANLRALMRLQRQTLRRKRQELDAHLARIKTDGCLHFE
LLPDPSLPRLPFLPRRRLSTKKAGDITVLQLSRYVTTQLARSTLMTLPASSSPSSCRADVEKNSPASSFPSPISASDTHR
FPANAGRSGGSLSSRTVGPSRESAASLAGLGRDRDQDFVGREERDEGQGANLGDALAGLVGSGEGPQIRFYSKEHRKPFG
PNLTLAAVHQWSRALSMQVLVLYYTTRPYGDAGGGVLSGTRGFVVDLWGTAGKKETPVSNGAGEAGAGRESDGVHGKRPR
ASSGLGQGRGEDRDSEERRKGRPCGGRRESQEGKEGQKHNGRSLEESRMRRASALDLVEAGGGGGDRRETEAAKVVGSDL
NEAPLGLRETEKITNERMLSEKAGDSIPPWNLEGMGNPHTAEPPVATYSETLSSAAPAVPKESPAFPASFSTSPASPSAP
STLPASSPRPVSGGETAAVSCPQDGLSSAVPGVPSQAHALAHRGPPAAEDISGAHHTQGIGVAAANTRAAMEASVNVPSR
>Tgon_XP_002366309                                                              
MFAKRATKKQGRRGPLSEEAEAEATAGGSASGTQTTRAEKDERQSDKDDEDPVHVVKKQRTASTGKHFIQAVSERTKHTA
EEMLHGFKSNPKLTINNDNRATAIFDVDTDRKHDHRAILERNAEIGEKIEKGELEAGIYRGQGAHRVYVKRREGALSFAK
STGLYGPVRGTNNVRMTMYVDYNPEICKDYKETGYCGFGNTCKFLHDRHDYKGGWQIEQEWQQLQKKKQAIFRLLIDFQE
KLRRIAEGLADSDEDTDKSSDSSEASEDEDGLPFACLKCRKKWTENMNPVVTRCGHYFCETCAYTHYSTSIKCYQCGKET
QGIFNSAFDLLRKVKNIEMDRERKAQRRKQRRANERGEADSDESNMENDAKSSQSGEDEEGNSDAGSKEDGSGNTSDEEG
GEDGRGNDSDE                                                                     
>Tgon_XP_002365706                                                              
MGDTQSVPASRRGGQGTETAEEHGNADSSFLSLNYFSRRTPVEIYAVPLHPGLDNDGSESRGLQNGDPPRQSQVARRIDG
TTQQIMIFPVNAEDEEEDVRKLTGEAPEQEFMCSVCLELLWKPVVLECGHVFCFWCGYQCMNVYDVSRCPLCKNAFDKFP
RVCRPLNLFLLQHFPRTTALRDREMAEFEFNRRRQSPCHLRIFDLSSGASTDVVNRCSPNLLEALRAKAPDIAEMMLYWS
NVARNSNSWGRGEGTDADCDKAEADNEAKDDTDNFSVDAEMDDLDEGDTTVRPVDIAAIVTGHVRNRGDEPIQAMESETE
EMAEEELSSSRSSGIPAPPLEPESDGMAADQALPDGSPEEQPTLARDSDSEDGGDTLSHHPLFNENLLNMEDFVHYGVSC
DGCGKMPIVGRRHTCVDCGKAACDFDLCGACQDAGYNKPGRFNQNHSADHEVRLVEHSAAEWWIQSLNRMRKIHPELSVH
QILQWILMHYQDIRIADNQHHEEAGVTNATAVTENESTTA                                        
>Tgon_XP_002365093                                                              
MASSHGHASAGSSLAAAASEDEREQPSPGSALAEHAPAQEPVGQAAGCRESRDTSSSSAGCTDTSRSAGASIPVPVRRTY
LDEVPEDLKCPICFDSAVSCRTPCAHFFCYACINSHINNRLRQQQAVNCPLCRTAVSATNLMSIGGDKVARVRALRVVCV
GAVSGCGVSGTLEQVEAHENVCPHVLVFCSFRDRGCIAPLIRREAPVHEKRCRFNPLVRACRHNLSGCKVRGTEELLLLH
EHRCRYRNMEKFVRCPHFESAGCGLLIKKKYRERHADCCAFKLVKDVENLSPRSPAAAEAEADSVRRLAKRRRAPVRNTE
GEREEGEEEREGQEERQVSVVAEGERKKLRVEAEPQARQGAGSGGGTDAEDDGSRKEESALSELHSFRISFEWRNQEKAI
SYEDLREQLRPYLPNVASVEAGRTFGEFHAIVENVPVTMLRAVGMAADPQISCSLFDLNLRLKGITTVQEGIW       
>Tgon_XP_002364597                                                              
MKFGKSIRREAGKNLRVRYIDYKGLKKNIKLASSHLERQDYLQCVESLQDFHVGLQQELRQVRSTYIRQLDEIQKKKEVV
CKLLESLRTASLAEEGLPQQDQARLTVAADGARGLEDEVREPRRPFLVQLLSPKLGSAVAKVDTLEAAIEVFRKRLASPR
QKGRSSREALTGVLGEAFSAWGHEDKGEFGDEDGSLGDESGDNGDGCTEDEAEARETGDELRERRARKAQRREEELRWKL
EGDRGKGIRLDPEKESGGGKRADAEGERTAERDTASCFQGGDLVAEIDARATEENRARGRCNAEEKKSGEGTCEKRQQSP
NCSAKKREAEVDGEEKSEETQAENAAGDADEAEGEVEERTEHEEKVFQLCVALQEGSFQARQLRRFVIWNSVAVVKIIKK
KTKLLCRCPPPRKRPRPVTSSLLSPGSEPQASPPSSLSLSSRLRVDQHPCLGCCLLRLAQQHVALQASGRPFQEAAARKR
KGEKPAKEKTAENAGGTAEHGQEQPEKGEEADANCTGRGKRRHEEGPHREVAESNGEKSEDSCEDERARDLEASRRGSVA
LQGRGQEVEGARAEGGSLLSGESSKERCDAGTESDGDSSNASGRHSSPERPLKRDKVMRLDRESPPEASCQTGAESENKS
ITIMEACFSSASSVLRRECWYSSMALPSLLSTLDTLVDEILLGLTGRPPNEDRHICPICLDVIVDPVILRACCHRFCITC
LAAAAISSPAKGELPKCPSCRTCIVPVDDEAAVAASLGTVREDRGGVSRLTSPSGVPEPGGPGTSRPTAETGVPGDSAES
GTSAGVFPRDEEAVGTGQTGAETEETAGHAAVRGAEDPGDSGLSRIRDDSGNEPTNTAAGGGSEPTRATPHLSSSVSSSL
SSSVSGAAAASSSAAAGSSISSLKSSSLSGGKHEPPLAEVALEAGAGEKNESNRKAAELLSPPRRDDSPNSGGPPAAVRV
QAHQSGAEARDSTDASEDGRGETCQSRAEKSQGLNEAGPERVAGFSPGGECEREGRRRRTWEVGSQRPEAPNVATDGSAS
IRSDSPQSFLSSSSASPKRSRSAASSPDCCVFTSRADASSTLDEDGDRTGLFLSSFSPASASSSASMACSSSSSAGSSAA
CPSSSSCSSASSSAACPSSSSSCSSSPPALSPSFGLSNFSVPPPGLWGGHLRSPPGLTHPLEVEGESKASSAEKNVGSCP
RPLVSPFSPLSFPSDSTTMTAPSFALSSFQAAPLSDSRPPVSCSLQGESFSSFASLRDLPDRVCNEQQPEEPTQATNAAA
LPTLRFSHSHAPPATAASIGERGTVYASASLLQGERRESLARGLGGPVASKQENGEGTGARKSGPLVGFSESRECEEGKK
EMEEEVLLHFRDVRQVLVQHQVREALQELHERQQREDQFRLLSQLLLSSDATSGPASLEEMLCQKVSKKDEVSAFSPHPP
FSVACSSSASLAFPAFSSPSFASSPSQRAPGSARRGGPGPQNGDSGEETAGRGGELLSSRFLALAGAREEEGRDGARGGD
TQAGNVADSIARRKLQENSPATSLELQQEEHLYNQLLVLQLYLQQQRFLAEQRQSMKSLSSFESQAADLSAASLPHSQAF
PAPPASTQTHSGVVALVEELRTAVAAATGLAGGGVSPVSPFSAPALSVSTAAPAVGFSGESAKPEKARTAETIGTFSEEA
RRCAGGLLSGEREDERAKERQRLHSERPNNFSSPQGPMVSCKSSHELAGLNLDDSTLALALLLQELQREREREEKPRAEE
RKEPGRYSAGDYLCRSSFCGENGVSPSPDEATATLEEREKQDAMFAEGHSRASGLFLLGATGQVSYPYSSFSPYSPSAGS
AAARLHESSGGGRAEKADLGSTTGASVGAGERKKGRRAEAFSRLQDAGRRRRSLGSADRKQKQEPPSPSNFPSLPGQGGS
SNGGPSVVERTGDLEDPSEGASGQRKKEKKSGSRHAVHAETIDRVRDCGGCGERVMRGEKGEGWREKSVPFLSHVPLPPP
PPVPPPPPRDLSFDSRAVLPPFGSPFASRHIPHPPPPPAGPPSPPPPPPASPPPSLSPSVSCVFAGVPLPASACSPGSAA
FAPHPPPLPEDGRSSRFLASSVPHQAVMAGLLPPPAQGPSPLAVLSTLSKQRAAVLAVAPSEPSGRPGFLAPNSTKNGAF
YSPPGPASAAFPQAGPAGGGSGRKEEARDR                                                  
>Pfal_Q6LFN2_ZNRF1                                                              
MSNKKRSKNENDESTSLPLENSELLIEYIHNLKSCLNVYRREIQEKNKYISIIKNDLSFHECILTNVNVVWSVFNNDLLN
LLCNNEQKEEGEEIIKQRNIGDEINEYNNLTKLQNDENIKNNNMIKEDLEDDANQNILMKSPYYNIENFLQVFLKYINKK



KKKVKVKVKDEGKKEKIEDKKYEQDDEEENEEEEEEEEEEEGEEENKEDEEFFKTFVSFNLYHNNNEKNISYDKNLVKQE
NDNKDEARGNDNMCGNYDIHNERGEMLDKGKSYSGDEKINTSDNAKSCSGDEKVITSDNGKSYDYVKNESEEQEEKENML
NNKKRSLECNPNEAKKICFSLEEKIGTVQSVKLKEYNELSKENIEKNKHDDNNICNYLSHNEGENVIEREDKLFNKLNNK
NYRNEEEKKKNQINFDYLKKKIKNNQDVFEETIQKCFLINLKKTLNLINKIMYLKNVEFRKYNLDYIRKINYEKCFYYKN
YIDIKKKISELQKDNESLKIQVDRLEKKKATLIYKLNNDNIRKHILDNNIKDYQNGIDNSKVSYFDEGENPYNRNNKNYR
TDNKNSDDNNNNNNYYYNNYNSDDNYNSEDNEYNNGNYRFRNNYKKDSLNEDDVKKNPLKVCHKINSDSNIFVNFENIIT
KQNIIHSEPFRNLLKESNELYITLKEKEKENIILKNEILKMENKKDEEYEHLLNNTIEDKKELTRSIKELEINMMTCNME
KDKISNKVNTLEYEINVLKNIDKNQTMQLQQKENDILKMKLYIEKLKLSEKNLKDKIILLENEKDKMLSGIHIKDNSFNE
ESKSEEGKIQLRDIQNDNDEKYDDEKKRFKELFIENQKLKEELNKKRNVEEELHSLRKNYNIINEEIEEITKEFEKKQEQ
VDEMILQIKNKELELLDKFNNKMNKAYVEEKLKELKNTYEEKMKHINNIYKKHDDFVNIYLNLFFQARKNAILSDSQREE
QMNLFIKLKDKYDIIFQKKIELTDILKNVYDCNKKLIGHCQDLEKENSTLQNKLSNEIKNSKMLSKNLSKNSDDHLLIEE
NNELRRRLICSVCMENFRNYIIIKCGHIYCNNCIFNNLKTRNRKCPQCKVPFDKKDLQKIFLD                 
>Pfal_Q8IJR5_Q8IJR5                                                             
MSILSLFHICSPFLRSNCLEKEEIYENFICSVCLDLCDTPVITLCNHICCYKCMYYSLLHKRNCPICKQIIKHNNLKKIT
GKQKKEYEEIRIKCHLCNEKIKIKDYKTHINICEYKRCKNYILGCEYYDKKSKIKSHEQSCEHRLISCSSCSNLFYFKNR
IFMLTLKEKYQLNMRFSFTYYSFYYNLLMNTNFNRLNYLNNIKHHPTNNNSNNNYISRKINILKNLQHSLDHILCPSVSI
DTTTTTSSNHTNSLLNKENVYIEHHIPTNNVSRNSTNINFLQNQNPSSIHNRPLNELSREIYEHNHHHNNYNNNDDDDND
NNSNRLNSSYSMEYNNISVNPLENISIESREKRKKKKTTKIKKYNFNDLNSKPRNNALKHMDQLSGVIENDNSSNCEEFL
NILPLRKNFNFKDKNSKDIITIIEELFQFDNIDLSNIYIDNREFFLCDKSCFTNTIKKLRQELERSLVLLYFCCCVGMPV
MFTLGCISYVVTKGVFKFSYIVTNTIIKLSHKFFLKIFNI                                        
>Pfal_Q8IJS5_Q8IJS5                                                             
MNGDHNKYVKGDISRYKEKNKLNKNIKLEKEILHINESDVEGSHKYESYESCDISVSSPRNINEEGNKKKDSKKNKKGTK
VNYLVNYNRYKPTRIYLFKKRCTYPYVKKNINQYINCNFRYYVKEKDYLFQNIDEHIKWDQIEKVDYIIYDNTYLTCPIC
LEDNIISPRITKCRHIFCFFCILKYFIDEEKKIWKKCPICFEIINENDLRIVKFHYVKNYNINEKINLCLLYTQNNKIHL
KSERLYFNNNFNITNNYFIKDNKVIDYKYFVNINYMNENLTTVTQSYSEQIHKLNLNCGVQFSKIFYIYNPLSIWIKDLC
IFNFILTNNNFKFLASDHNVIQKAITNIKLKISDYLNIPIDKLNPKLKMDQKNFDAFYLYDNLAHDVYDSIEQIKNEMKL
EMELTKNQRDSNFKVPISNTSKKKNQDVTDSKDLNQIYFYQCIDGQCIFLDPFILNLLFYEYDQDMNRLPKFLCNKEITH
IESFELDEKIRKRYAILSHLPLGVNVLFVSINIDDLLSNRTKEHFSKEIAVQKNKHHNIMKRKMKEEKYLKLLADEEINR
KEKNYWNLTSNKIVMTNTENYLSSSITRYSKEEEEKYLHGELYEQHSYEHSNENSNVYLPGQSYKYVTQHSYEYLPEQMY
KENNSLTDENLLLKRMIDLDHLKIKKESNEHSKYMENKNSVNESSKKKKKKKHAGNKSNSISPRSNVDINNSNEKNEELP
KRSFLEIAKKKCEVNDNKIQMEKKNDENLSIGSGPVSINLLDLINNKKSKKKKKNEVTQLK                   
>Pfal_C6KTA9_C6KTA9                                                             
MNGPEEDYDSLYDIMYDYDINDEHFNQHRNLNNININDNVSEKKIHSEQVIPLNNKYEKEKENYNSNIIKKNYEQNEQEH
MGNDKNVHSLLSDNLIDQEKKQFNDNKNDLYADKDIINNNIYYMNETNIPKDNIKLEEHNDNSNMEYTINNEQRIHNTYD
MTSEKENEKENHDVEDNSKLNTFNKGNNKYSFKYGEIYNDTCTDINISTTYDQGNKEKETDVNGNKNNINITEEKAYEHH
DKEEDINANENNNCEQNANVKDNNNNNNNNNNVNKPNTATENESRNTFECNICFDDVRDPVVTKCGHLFCWLCLSAWIKK
NNDCPVCKAEVSKENVIPLYGRGKNSSDHKYAQPEEPRPTPKRKEGVRRNNTYSNNLGLRASFGVWVNPFSFGLSYTNMS
EEPYFYENRNENRSDNRRLQTETYQAEAASSFFFFLGFFLSLYILFYSS                               
>Pfal_Q8I1S9_Q8I1S9                                                             
MAGYFFGNVQNNLNRARHSLTNTLSDMRLDESYLKSIRMNIKKRFDKLMNKIIPFETIDENKRFVVIIEKKKNYENFRCP
ICMLILFKPVKTKCGHIFCRECIEKVLLKFDYCPLCRNFIKDKKLENVENSTLGSEYENIKIRCYKCKEITNIKNYEKHI
INHIMNIHKSFDNIKNYSTSEEGDNYNFLSIQKKKKNSNYIYSISNNNYIHNIYHHINPYNFDSYFNKKFQIIYMKEFFN
LLKEHNINTHIDNFYLLYAQNVLYDFKHINVEVQDIMCDVFLIIKIRKKRKNYHQNNLNLLYLDNSKYKSEQINNIITSK
DDINMNVNMNIHTNIHMNIHTNIHTNIHTNIHTNIHANDGFISSEGEKKKDIKQNNFITNDLKKQKSIIFSSYKKKLYTN
DTFEMYQKKLLIHNKKTPNKYIYILFEYNTKNIFFTLLQNIPVFKNMNIIKLVKYKNKKMNSIGHTTNISEQLIRLFSIL
NEKRILRTYHKYFYNSIHLFHELIYSLLFSKHQKEKNENIENIDVAYMQDIYEMERSYQMEEKQLNDVNYHIYQKCDHYE
NNQNGQNEQNDQNEEPYQHYNDQNEEPYQHYNDQNEQPYQHYNDHNEEPSEHYNDNYYNFVEKNEHNFKNIFLKDYELMF
ILFYLKYEYRLPLKCEYLYLYSENFIAKILRDQEREQDIFISNVYSYHNLDILQNKINGENILPLSNNEFVKNDKGIIII
LQVQRGKLKNEYKSDINIIDNKNNCNDILNNNQYINQTEENINNSEYTNKKDFYKKYVQKKSNKTNTHTKNINQYYDIHN
VCYLIISYSSKGFQWYLNNSLNFLNKKQIEYKSQEVFFLIDKLILFFFNIRNKKYSSVFWNSTHLFQCMLNFCCE     
>Pfal_Q8IDQ5_Q8IDQ5                                                             
MTSSNYFKNDSKVYKESDKISNYNYDSDVIEIISLNDNDTINSNTQNSSYFSKDVKKNIEYNKNKEMSSDIEIIEDIGNY
KYEKIKLEKLKEHQLNSKKAEFIRNKGVYFEYYLGCIETESIILSSEVCEIKDDKNVIISYEISPKSTKRSYSPMYTLKI
NNNYDISNDYIRIIGRNIPMNNKKVKKKKVSNNKKKNSASSNDGYNEQNYDTNKIISADQKFVEYDKCKSEVLKDIYEGY
SCIRIKHNNRDISKLKSNLSKTLSVLLVLNAIRIEIKLEKISQSELKFGGSLKTFVHVILYPDAFKIDSHKFHEYNSLIK
YSVNNMFKELKIIPLRLAKNIDEETLETYNVNKDELLKSVSPLKSIIINYNNKNDQVMNKSGETSTGFCTPHKALGYIES
KKTIGTKEEEEIIDSLSENEIEEKNEEATNLVFVEEKFRGGYLLEDFEEIYPNEYYFKPMLKTYQAEGVWWMYTRENPPE
YTKKLERQKSNINEIIIDDVIKIPTQKNDIVIKSREEIYKNVNNQRKVINIVDITNICKNENYEQKFKGKLENDKLEIKD
ENIKCDLKVKGETENFETNIKNEHLYIKTEGKEEISNDTIKCKETMDNVKLEESSDYENADDDIRNREPLNPLWEEHAFI
PNIKIYEKDKLVCILKYFYVNKLTGAFSLTYPQFVPPFRGGILADEMGLGKTIQSIGLITHDIYHNKLYSKNNNLENKKN
FTYLIENTIKGVHFKRGGTLVIAPLALIYQWKEEIERHTKEGFVTCYIYYGTSKDISSEELSGYSVVLTTYSTLVSEYKN
TLNKKFSNKAENNNNSTYTNKESFFKDVSSSTTKKKMNNFFMKTVLNSGNKNNDNIFFFDKKKTNTMLYNMKEYPLYNIT



WRRIIIDEAHVIKNKNSIQSVAVWKLRGERNWCLTGTPIQNSIFDIFPLFRFLGIKPYGTIEWWNKEIVDYVNKNKLNLA
LDVVRKISSPILLRRTKKSKTKNGNSIISLPKKNIHLEKLEFSLEEEDFYRAIFYRSKTKFDTYMHDGNVLSHYSHVLQL
LLRLRQCCSHPLLLFSKPFFEEWNKDDMNDALKNKTDKEDNGDDLKKSEYMNNTDVKKVFKSENNKMDEEIEYNNPSFSK
VDHSNENNIGNNLIYNFILGSTKSKNIDDDYSKELEILKNGNVMQCCICLEDATYPLISKCLHIMCKKCADDYFHLTQIA
DKKCPQCDNYISLKSLKTLQENKSPLDELLKKMKKDNFVYSTKLKKLFEHVQNDMQNELHIVVFSQWIGFLKIIEKLLNL
YNIANKIYDGSLTFEQRKATLNWFNIQKGKIYQPGVGFIKPSYVIPVENFAGKVLLCSLKAGGVGLNLTVSSKVYLMDLW
WNPAIEDQAFERVHRIGQLKEVNIYKFVLEKTVEERILQIHQSKQYTANQILTQEGNKLNTEMNMVPQKLGMDDFILMFK
DWNTDE                                                                          
>Pfal_O96182_O96182                                                             
MKFGKNIRREMHNHSGMHYINYKVLKKLIKYINNSITEKELENGIELNKRFEEVLLHDLNIIEETFVKLFKEIMNIKKEI
EKNYSTVEIVDNNDSMKISKECISFDTLLNILKEENVSKEFFNFCVQLSILSNKCKIIRTYVIYNYIGLIKILKKKNKHC
GNIFRNIQITDILSRYTWCLSDELPKLISSVNIISDEFMQKYTNTNVTIEKYICPICLSLIHEPVTLNSCFHSFCWKCLA
TAIQKYSIDNCPSCRTKIVYDKNSFKIDGILNQFLEKHFLSSHDKEKNRPFKGGHQKGENGMQTMDTEAFKRENIKRYNG
GGENIDRYNGGGENIDRYNGGGENIDRYNIEGENIDRYNVEGENIDRYNIEGENIDRYNVEKNHLIKKTNKNINISNNNK
ISFNYSNNYVLSNQVFENNKNKCVMNHNIYNIKDEEKQKVRGSTYTGSILSSSDSSNSNQNNYINFMYNKKGKDIIVPMT
KMSSRLREYEILDDEYVDNIECLNKYVSVLNTNDVNIMDDRERECSDYSDEFCNEVSKDKINNNENNKMRQENNYNNIIN
DVLSYTFN                                                                        
>Ptet_Q6BFS3_Q6BFS3                                                             
MSFTYAYQPELIRASQKDSEMIQSIYQNICNLLEYFVSTRQIFNKLNTIKMISNLTYYLLTYLREVKTIGEEYTNIQVFN
YSDYDDHFVPLQKRRKVLFIILQLLSFSIPKLRSRQIMYQQQQSANKMLKNLPDINDVLEGIQDFHLALFLIQGSYFEIS
KRLTQIQFIFNRIPPNHNIKYKRIGQAYLILLILQFMRSLYNFVLKIKNENMKDQVNKERNITTNENNDKFTQCLICYDN
ATNVTCTPCGHLYCWDCIMQQVILKQQCPICRQDCHLQQLIQLYNYN                                 
>Ptet_Q6BFI2_Q6BFI2                                                             
MSQINSQLLRSLIVNPDNIDENFLCGICCQLVVNPKECENCQHLYCHECINDWLKKKSNCPYRCSESDIKLKEPHRFVKN
SISHLNLKCQNADCEQIIELGMIDSHIKECKHTIQNCQNEGCEEKVKNLNLEEHKQKCQFRKITCDKCLSIYKISQDHNC
IRALKQQIEDYSQIINQIKQLYIQQQATQQEQQEQIKILQQLVARPQVIKQLTCDKGHQLIWMQPIYNQKCGRCALSNEI
ARFKCQQCQKIYCQQCKRPYFYNQKCPNNHLLQFDQNARASISCDFCGEVPFKKGQGVWSDRECDFDICVSCYNSAQQ  
>Ptet_A0DIT6_A0DIT6                                                             
MKYYFNKLHSQLYYFMLVENLANELQCSICLSLFSIPFVIPCGHSFCRDCIQNYGKATKSTKCPLCKQPFNLNKINLNVS
LQAVLNVMDQDNTKIKADQSRKKSKSTNFFICTSNLSDEYKECLERFQKQFKIKSNSNINSKITHLISGPDNPNKPFIAR
RTLKYLEALARGIWIVNIDWVIESLKCDTILNEEDFEIKGDEFPTLTPKISRTRGGMYDFLRNYEFSIEVGNLNKTIINQ
DYVETLIQLCGGNLVSLKEKTQNTIIIKIVQDPQINSTRIECIPMIVNQKWLFDSISKFNMQNYFGYLISI         
>Ptet_A0DRL5_A0DRL5                                                             
MKYYFNQLHSQLYYFMLIENLANELQCSICLSLYSLPFVIPCGHSFCRDCIQNYGKSTKSAKCPLCKQPFNLAKINLNIS
LQAVLNVIDQDNTKVKGDLSRQKSKSTNFFICTSNLSDEQKECIERFQKHFKIKSNSNINSKITHLISGPDNPNKPFIAR
RTLKYLEALARGIWIVNIDWVIESLKCDKILSEDDFEIRGDEFPTLTPKISRTRGGMYDFLRNYEFTIEVGNVNKTIINQ
EYVETLILLCGGNIVNQKEKTQNTIIIKIVQDPQMNHTRIECIPMIVNQKWLFDSISKFNMQNYFGYLISN         
>Ptet_A0BTB6_A0BTB6                                                             
MNPSIISSSSILRDLIVNPNTIDQNLLCLICQELVVDPKECSQCQNLFCSECITQWLEKRKSCPYNCSKEIELKNPHRIV
KNQISQIEVKCVNKGCDLQMQIQNIDSHLQQCEYQEKQCQFADCDFKDIQKQIKHHEQICEHRVQNCQKCDATYKVNQEH
DCLVHLLQKLKLQEANFQAYQKTTDQVIMDLVSRLTKLEDSQKGPKKPKCFQGHELKWIYPKQGIQCESCKYANENIRYV
CEICRVGYCQRCKLPEFNGNICPANHILQFTQKPSFGLKCDFCRLNIYSKHDSVYSDRSCDFDICNSCFQKFKLLK    
>Ptet_A0CNY8_A0CNY8                                                             
MQKIEFNCTICLNHLSDPTCLSCGHSFCEKCINHHLKLNHSCPLCRKPTLPEWPVNEMLKEVLLILFEQGPEGNFYAPIR
NLVLQTEFPQIVLCLDCGLTPINPVVLPCQHLFCSQCFQNDLVEQYCPVCLQQCMITDPNINLLFNQFLQWYCETEEKFV
LQDQQVHSMPIFLFDKQICYKRNFSLRIVEDRYKQLIKLASHGSGKFPVVPFTDQLPVCADMVEIVSITDQIQIIGSDRL
IIDAIYCFINNEKIPFTRNTFKALPNQLWLCNYTVIKDNQDKSPIWNKIKQFIQYTFTELTEEMKSLFEKPYHLMSIFGT
KFHQVNSSLIMIQLLKINNQQFQKLYYSNDEQLRNLFIWNFINQIQQKNYLNYWHPKSKCQTETANHRLGNTITQFAVPQ
HLRRR                                                                           
>Ptet_A0CBY0_A0CBY0                                                             
MQQLFDCPICLQTLLQPITLTCGHTFCKPCVRSKYFYQSYNSCPVCRAPIQIYLNQFKVNILLENLIKQEFNSEQNYQLR
VLNYQKRMDLRNRRKWYHTMMIIIIEYSKQVWRIIHKMLPLYLIGIDIIVLSIVLVILMYMSVKSSLRFEKLQKQFSKRV
KLEKLSEEIAKMVSLLKADNQDTKDLDIQNLVFSKIVKYLFTNCVRF                                 
>Ptet_A0C4S3_A0C4S3                                                             
MKQQSIIFEEELRQVQFSDSKSIKNKFLQKMRKPQNLDGYNQMRKIPFQLSEAFHENRLKCILCKDYYIKFTIAQCGHSF
CYYCIFEQLLKSHRCPCCQTVLKGLHFIQCHTIDEFIKNSKVLVKNSTIPSRKKQFKEWKLKKKITNFNIGDTLDVLDTE
HIWCVGSIINILNQKEILIHFQGQNKAYNEYIPISSPRLSPLGLFTNRTDILLYYPSQDENSMFNQIRQIGSQNQENELY
NYLIIQQQTANSNIILAVEQPNRIGLQSLLQLVVFIREIQDELYNET                                 
>Ptet_A0CAA3_A0CAA3                                                             
MQESQQLQQGQKKPELYIGKFFCQFQCNGNMNCKNKLKVKLKVFDQQKKVKQMKKKKLYVVSSDINHFESDRIVCKVRKG
KEVIKKVYNNHGKILHLYDEIWFFLLNAGYVKLGVRITKPNQSIVEVAEVSVYLTQLAIDDDYEMKIDRYNKKTEQLTPE
EENQMELLKYARLSLLLMLDFMNVTIEESCLIKQNKQFKIFFAQYCQFFQKSNVNFSIKSLLKSFPRPIIEKQQLFETYI



NSKRFNNNLFEKKLIQDLAVYQTGPSTFLNQFKKPYSPKMEEIYPIHHELFQRIGLEFFQYVKTFIKRSKSSVDNKFAEL
YDDYVLKTVFLCTFQISEIVLKDSMYANQHKNLIKVRKQITDTLSKSNRDQLNLLSDNNLKIYQYSKNAILDLYFVDFKI
NRKSTQQYQDILSQFFSQRLFYQQNIQTYTEFEKHVQKEKFEEIKEQIKYQKANYESNKQDINDIFLINKLILKEYDTPK
LMSSELKKHQKEALFWMLYREGHITDHQLQQKQQLSPLWQEYKLQGGESLYVNMFTGKVSKELVPLQETKGGILADEMGL
GKTLMALALILETLNREHQTLIVVPKSVIKQWEKEIVKHSKPESLKVLVYYSKKSRKNKTIDFKNYDIILTTYAVLSIDF
QIWNQINNVNIEQDGNVAQNDSLVERGQSLEEVSDLSNTMDIYNSSSDDDDNYQSQSYYNPFYEYCQEKRKQERQFKQQL
RQRVKKEKQEKQKKKRQLNPEQLEIAKEHNNLFKQKFHRVILDEAHNIKIRQTLQSKSAIALDADFRWCLTGTPMQNKHD
DLFSLLQFLKVETFSEYFWWNTYINKEENEDDQQRILSQILQPIILRRTKNSQRMDGLNQVEEEICWVEFNEKEKILYQK
LLAGSQDIFKHFTIGKNNKTYLHIFQIINKLKLACNHPQLALKEINLDKTPMEEVIDRINSFFNNKQQHANMTEVYKKSL
VENIRNGDLQECEICTNTQVDTFCLSSCGHIFCRKCFTQAINQQQLCPVCRATLSITDLIEIKVENENEFEDLKTLKFGL
SSKLEAILNKTKIVQQQKEKVLIFTQSVDMIQLIDNLFQENGIVAFRITGQMSVEKREKVIKQFKESQDAIALLLSLRAT
STGLNLTMANNVFLVDPWWNPAIEDQAIGRADRIGQQNQVKVVRFLCRNTIEQSINLLHQKKKFQIKRTFSGEAKKAQEL
EDFKFVLFQQ                                                                      
>Ptet_A0CP25_A0CP25                                                             
MDITNKQSDVKCVICLSLASNQVHLDSCNHLFCFTCINKWSQKSHQCPQCRAIFSCFYEFKNDPKIHIKKHEAPKIINNS
EDQRLMALADIDNTYYDLILQQIDFI                                                      
>Ptet_A0DNE7_A0DNE7                                                             
MEELVQQMIAISGGQMNEEKAKQYLRYGKNDIELALNYFYQAEERKKRQQPTAGITKLMEGAKKQQQLQKILKDLNQEYQ
KPIEECLDQQIVLSKPSGNLDFQQTNDIEEIAIQYAQEKRQAKFRQSSEVLKQQKNEEEQKNTQLQNQQQKNKKKQNKTK
EQKDQILEERETKQTDESENNEKKNQNSGLKLNSGETTINRGITFPLFIGSAKIKGYALGSQNLKDVQQQPIQLILDGTC
KVVDKGKKSNKIVKGQNIIRIGHNDREIGRLNSEYEDLFSPLLQENYVKIIGYHVQSQVLCKTHDLILLQIDVFLNEKAL
SDGTSDQFDDAVQEFVRYSDNFQKLYDLVNCKLITSTKVDFIDKKKIENSSVEIKENSNNNTLSKTAVTYQEDPFKQKPK
QLSLNDFKLKNNVSDQSQMMKVEIEREKTQNEMNVEIDCDKFLGFNNCTHHDLEMHQGPKQLGSKLFDYQKQALTWLLQR
EGVIKVDDESSSNALHPLWKEYQTSQGLKIYFNPFSGQSSLDFPSSSRRCNGGILADEMGLGKTVMLISLILANPFKTPQ
DYYHKSTKKNQNQSGKKWIGDYVGYKKKKWARTLIIVPVSLLQQWQDELNYHCSQHLRIFQYTGAERNLSDLCQYDVVVS
SYHTISVEFKKPSKDPYSVYNYSWYRVILDEAHYIKGRTTLLAQGAYELDCYYRWCSTGTPIQNNLNDMFSLIHFIKLEP
WSDYLWWNAYINKPHEEGKDNIFPLLNSILRPILLRRTKKSKDQNGRPIINLPNKEIHFEYIELKKDERMVYDKMEKKSQ
DEVEGYLAKGILMSQYMKVFELLIRLRQICDHPLLITSRSDVKNIDQLEEQIDKFLSSQSLDREDQEELLMNNQQVQICQ
DQQQYKQEVLRRVKENDIPPCPVCLEQVEDTIVTICLHFLCRLCLYGILANSSECPYCRKYLTKQDTMTLPRESSFSLNW
KENYKRSSKIEKVMQILDAIPKNEKCVIFTQFIGMIQMIEFDLDNQKIKHLRLDGSMPQQERAEVLKTFKEDDEYRIFII
SLKAGGVGLNLTSANHVIMIDPWWNPAVEEQAIERVYRIGQTKETHVYRLICKQTVEERMIKLHDVKKQLFESSIRTEER
SSLRMEMFKNIILGS                                                                 
>Ptet_A0CXY9_A0CXY9                                                             
MQNQQHLIREIYLKDKSNAFLRQQWVQVFDSLLPLPQTTLIVDTLQKIDTLKHIQELLSKTKAITVISDTSEANYNWCNL
VNKNFEVIVADLRAETKLNSYQYIGIKWLLTTKAQLVIISNDIICEHLINCFNIAYDNIIEIPYLQTQQDELFLSIPYDQ
KLTYVLQQIKNSNSEIDRDILVYCESLYQMDQIYQAIYFHNQLSESEEFEVHQIIPFQSYYEQFGQQLLEMVYPQQKGKR
KVFLTLNYQQLQKYLQNVQQKISLIIHMGYQTTVKKFLEEINAIVYKQYNLSRHDIIIRNRISYFPKIIYLFGFDEFKDL
KEHKLIFDEEFTFNPQNIKFYAQQFNVQIDQLQNVVESEYSSLQNYIPLIYYEPLLEAENETFHYYSSVVSTLLTDGEIL
SEGNVESKKNPFKSFQIHQQRESIIRSNHYWSKMGDITSWIQLINKFIIFIEDINSKDDEKEQENSKNELIKWCRLQNIN
IPKMILILAYNEYIIDLTQKYVSEYSVINKCCSLDQLKLNRTVSLKKQQSMPEHSEDIQACLLRLFYKGLSIFSGHKSAG
YYNYVANQKFKLCYNNLMAIIGDFPLTCIVMALLQKNQQYEIKYSTKIDDIMIPQLAPKAFVKEHKLQFIQRQSLHLNEI
TFNGIGQVLFNELWKHQSGPQLSQDCILQPNIEMNCITVLYDPNVAKKEIIEQELNSRIKELQNFYRNQVKEIPYENDSK
FIMQAGGSMKDWIEKSAYKTFFIEGLPLDITQELLQEFLQEVIISEMKLYKEGDKITARISLQDHDDLLFCLENIKEYKD
NQLKVYTQQDQFEHNEEKLLFNEHYKIIITWNLHLNKGIAIVKLNSPHLFNTEEFETIQHLTYKMNLKSVYEDEQTVLAD
LKQQHKDIDIKSVTIDKQLRYENNGDLQLEIQKLLSNIPQDKYKIDSITKQNCKRILTLNVYDKNIMEQFILLHNQIKQF
RGLKVQLNVKPLYYHDYEGPIEMKQIVEEIFDEKKLKLGQYTITSDDELKRVKVTIECWNKQDHEQLNKEIQDAFTPKII
KSSQDFDITVIFSQSGTRFLKFQEESLQILIRQDFINNQLFVNSSQIKYNQLTKAIKEFVSDCSKSIIQIPKNCIRLIMG
NDSQGLNEIKKNFDLKSVKFNSISGELQLFGDQKNLDAAIISISEIISSQQQQDKPINALTCNYCFDNMKNGYMLQGCGH
KFCLQCIMFSIQNSLGDMTQLPIKCPQCNQGILLADLHILIDEPSWEKLIKLSINKYLQDHAAQIAFCLTPNCPIIHFQK
IPRYTCKKCQKQYCNSCRTAYHYGQTCREFKAGNEDSINIYMKKNDVRRCPHCKILIQRIDGCYRVTCTGCKKSICWKNK
ADGTPCMAIFETSSECYSHLTKEHGGYW                                                    
>Ptet_A0C7Z2_A0C7Z2                                                             
MSKQEEDSKLQLIESAFECNICLEIATEPILTNCGHLFCWPCIYSWLNSNQEFLTCPVCKNGCSKNSLIPLYSKDETKTN
KPRDPNIPPRPKPGRNDPVRNTNQLGQNNLANGAMIAGYGLFPSLFNLICIKDGDIEKDERHENEATVEIANVRKLKAIL
YLLILCLIMMIVFYF                                                                 
>Ptet_A0C1A9_A0C1A9                                                             
MIRERQFEVIKTQQVNQHLLCSICREVFYNPIRATCGHTFCGTCLVRWIQMKKSCPLCRHKLERNYQFDKDILATKIVGD
IEVKCLRCQSWEGTLAQFKQHKKSQCTYISTNNEIHQDAIEIGDDEEEFTFAGLTEENEPRQQIIENIGQQILAQIDQSQ
NPESQQPLQQNQNLTTIQQDSPQETNANKDPISDQVENPNNSEELNIELSQKNPDNIDSNNNKSQNDENQINNTFVQDDS
NNQNNSNQQVEQKISQVSEVINQQQEQPQIPDSNPKDIQIANQINNQPDVIEQQGNVQQENAQQENAQLAVVENEQNQIQ
NESKEDQSNQNNETNQSIVEQFKINDPDVEIINPTIKYQNNKELKQVKANKKFKINILRNNNNVKIAEPMMEEINDNLFY
EFVDQMKKEMVKKLSDIQYYNTLLG                                                       



>Ptet_A0E9B7_A0E9B7                                                             
MISKNNQGYHLPLSKSDDLLFVHDIDQEKQQNLHESQLRKSSLHDFVLQIPKEQNHKRNSHNSITFNEEYKKVKLVHTKK
KILTQIGQYGYNVYMAEYIIQKEKISLELDFQVILDQVIDKIHQFEEQYKSCYGMKIHKNSYKQIVPVLIEEQQQIDQFV
VEVKRQKQGKESKDYNDNCGICLGEYINKQKALNCRHEFCYECLQNYLDNKIKIGQVLEIECPQQGCDNYFNDEAIKSLV
NDEQYQKYDKFKKQKLLDRDETVRWCIKPGCDKFIKGKSMFSNTIKCECGQEMCYECRREDHPGMTCELQEALDKYYEQT
MKQLVIQRCPKCKAPIQKKEGCNHMTCYQCRFQFCWLCRAKYTRMHFDQDNCFGCPDKQFSSDEPYSRPRWKKYGGIIFE
FFATILILPIIPFILIYYSVMTPLKLVKHFNRQYYRQMEDGDKMCLLLLGVMFFPVIMVFLICPGLLLLVAYKIKYD   
>Ptet_A0C1N2_A0C1N2                                                             
MNSQTKDDEKYKQFQCKICLDLATEPVITPCGHLYCWQCLYTWAQKKNPLQCPYCSNVFELDKVTTIFTGDSKESKQSEI
PKRPTNPRQEQNNSSQQQQQNQPFGNFQFGFGFGMPFMMMSNFNFGQGQQGNARSFMIVFFIGFFLMNFLPFITSSIQEI
PQQTQRPSRRHQEIYEDDQLTNFGISFLAIILGFAGLNYLANKILNK                                 
>Ptet_A0CL65_A0CL65                                                             
MIDTTPIPKFLQQEFECSLCLTFLTNPITIPCGHTFCKECISNAVKQIPRCPTCRFQNFFNFRGTITIEIKNLKENLLIK
STVNELKKHLSIADNPQKQQIENKEENNQQSEKLIILYTKEVITPYQYQRIVLEKGQFKSFPKNQELIKQIFSNIKKFVI
TFQSKQNQDIGYLAQLQLVQIIDGQITAQILTEDIVELSNKEQTEFQLNNDGQIKYFLPIATAKILQEDYIDLNDNDTSY
QISTLIQQIKDVLLPFIQQLSNGQSGLSLYLHQSGLVILEIIKKAIIFTTQSIKY                         
>Ptet_A0D817_A0D817                                                             
MEQFEQQNENENQEEVSGTVKKRIKKVQAKKKVSNEEPPEDCSICYQEIIDKGIIQTCKHSYCFKCIEVWAKQKQTCPQC
RMNFNQIKRVRKYGRGRRQKMYSYRSDDYKIYHLISPNSIFHQFINQLLNMPEEY                         
>Ptet_A0DWJ9_A0DWJ9                                                             
MQSNKGHKLDELLTCFICLSNLTNPHICPCCSKLCCYSCITKWLTENRQCPHCRSSLRIQQLVNCRFLEDIVAQNDPCPL
HNAQLQYYCVTCAHPICSECAMFSAHKMHEFEHIQKVFDSKIKDVKTKIENVQDNLKTLKHSAIMIDELMDELNRSKDER
VQEIQAYTEQLLQKLEQTHTARMGNLQMQRQRLNEKILIASAELDTISQQIKGYQKSKTIMTAQELLSRIEQVDVEPEQI
GGISMNFQSEITPQYVCDSFELSNFSQSEEIVYSDHLITNGIKWRLKIYPHGNGNAKNIYISIFLEMDSKYSEIRRYEYK
IEMINQKSGQSVIREFASDFEGGECWGYNRFFRIDLLLKDGYLVNDNLLFKYYVRAPNYYTQCLDMQRYIKQLESQVSIQ
QTTRKIEQQSSIQKLKEEIEQYAEKIEQLEQSQPSNTSEIQESEDDHQLQQQDEESSLSSNHSDYYFDGQFQEIPISQDS
LPVRRNLIQKFNQSSLVNTSQNLRSPLSEFSENLYS                                            
>Ptet_A0EBA5_A0EBA5                                                             
MNLNSAQPEMRCVICLNLMSNQVFMDQCNHSFCFECIRKWSEKSHQCPQCRTKYTSFHEKNVDSKMMQILFNHNSIKRFE
ASAIVNNQEDKRLMALADLDNTYYDLILQQIDSI                                              
>Ptet_A0EBT3_A0EBT3                                                             
MGKQKLNEKQSSSQPKLKIEKSISKEQVQEQDGAINISEVTEITCSICYSSIADQGIIKNCKHTYCFQCIQKWSEQNLTC
PQCRADFTKVIRIRKVGQKAKKKTYKFKQPKQSNDTSLNINLIQYYTQLLFLMFEIYQDSDRE                 
>Ptet_A0EBU0_A0EBU0                                                             
MQQSQISNNEEQQKLEQQTEKDECEICLQEIQNKGIFKKCNHYFCINCVLNWTLHKKSCPKCRCKVSTIIKLSIRKYPRS
KKQSISKQLIYLSNSESESSDSDYIPIDTLAGRYGPKDFL                                        
>Ptet_A0BVZ1_A0BVZ1                                                             
MQKIEFNCTICLNHLSDPTCLSCGHSFCEKCINHHLKLNHSCPLCRKPTLPEWPVNEMLKEVLLILFEQGPEGNFYAPIR
NLVLQTEFPQIVLCLDCGLTPINPVVLPCQHLFCSQCFQNDLVEQYCPVCLQQCMITDPNINLLFNQFLQWYCETEEKFV
LQDQQVHSMPIFLFDKQICYKRNFSLRIVEDRYKQLIKLASHGSGKFPVVPFTDQLPVCADMVEIVSITDQIQIIGSDRL
IIDAIYCFINNEKIPFTRNTFKALPNQLWLCNYTVIKDNQDKSPIWNKIKQFIQYTFTELTEEMKSLFEKPYHLMSIFGT
KFHQVNSSLIMIQLLKINNQQFQKLYYSNDEQLRNLFIWNFINQIQQKIIQIIGTQNQSAKLKQQTIDQEIQLPNLQFHN
IYEEDDEDFNEDLNDSFSNMTITQQIILNLFHLHKVPIFQ                                        
>Ptet_A0CBH0_A0CBH0                                                             
MNNQKSDDEKYKKFQCKICLDLATEPVITPCGHLYCWQCIYTWAQKKNPLQCPYCSNVFELDKVTTIFTGDSQQSKKSEI
PKRPTNPRQEQTNQQQQFGNFSFGFGFGMPFMMMSNFNFGQGQQANARGFMLIFFLGFIMMNLLPILNFDFYFSETSQQT
QRRSRRHQDKNDDYFTIFGIGLAITLGFAGLSYLVKRILNK                                       
>Ptet_A0CJJ1_A0CJJ1                                                             
MQQAIEYENESQQLNQCPICQEYKGDNFDLECKHRFCRNCLEQYLNVKIDEGIVMHIRCPSCSYTISYEEVVQIIQKLKL
AKFEKFRTQYKGENNPSMRHCPNKSCDLYVLLDTDRCICGQEICKDCGNESHGFSSCNKLMDEIFVLDSRQEKIQRCPKC
KIIVQKEGGCNHMTCKRCQYQFCWICRRQYTSKHYNNYNYFFGCPNKQYTNTMPWKYPKLYQILPFVLLFIISPLLIALG
ILLLILHPFSGSYYLFNRSDNLAAVGRLSRIQMLLISFFVYFIGGIVLYPFVVLYECILLLVFLLSLLIKFIKSRRNF  
>Ptet_A0BNF7_A0BNF7                                                             
MKTVQNPTQYFFEQSNNPSSEYLPKINEFLSKLLNQKQCVLCKNDYNMKDRLPRILIHCGHTICTACLSNFYRNRRVRCP
LCLKLIKHLDSIDRLPINHSIFTRISDDINKKSKLHGGTEVIDPQQYLFNQFQQSALQSQKARQQEQNTHPQVDPDSGLE
FCEFHTDRVKHFFCMKHKVTCCRICSEMIHQKKDCIVVDLYEIEDVPQFLKEAYQLNEENNNNQQVNQGREDMGFIEDCE
QNDGENQFNDDDLEGEFEENSVQSI                                                       
>Ptet_A0D3K4_A0D3K4                                                             
MQGTPDLDEPNVNNAQQAWGKLISLNGGKFNSQDLYDEEITIGRLDTNKIVINESRLSGLHCKIKWDSANNLAQMQDLST
NGTFIGDQKIGKNNEIILKNGDEIYLLHKSKVPITDIIGFTLVIKSVKEVKVEVQLDEQQQKKIQMLEDMQEDMHCPICD
DLIFQCVSLVPCLHNFCGACFSDWMAKSKTCPSCRKDVQSVNKNSMVNNVVERYLLMNPDKKRPAEEYKEMESKNKIKGD
AIVFNSSDPIPIVQPVTNVAPARGRGRPAAQQQAPIVQQDIQTETHKQNHISDYSAEEDDGPVTKDCVTCIRSINGYQCQ



RRSVPHLNCGNCASKMPKFDLNEKRLVFRCQLCENYFCTLYNKNCQQLSKKNPNARIERHAVPGNVDVQCFRQNQFELQA
FLDYMKQKGLTTQDIFKYMLDNHISKGGFKYVEGKRTHKDPKRTIDMLILNETPVCNQCFTLVWQQIVFRYRISIRDQMA
DKIKNRGQCWFGINCNTMTHNPQHAEKLDHICEQTKF                                           
>Ptet_A0C8I3_A0C8I3                                                             
MGQQQTQEPRPLNVLVKDVATFNLLTKSPTIKQCLGKQLLAEVTKKKQDLFESFPFFKKQDDLWIGVFVDKEYFVITQQK
FQYCRQLLEDLQSILMFDFQNEEGTCQICFAKKIDKLLPCGHSYCQDCIDGWFTTKEQDSCPMCRSQITKLKMKNESYIV
PNEAELIESFKEQLFMQLTQQK                                                          
>Ptet_A0DZS9_A0DZS9                                                             
MKVVQNPTQYFFEQSNNPPTEYLSKINEFVSKLLNQRQCILCKNDYNMKDRLPRILIHCGHTICTACLTNFYRNRRVRCP
LCLKLIKHLDSVDRLPINHTIFTRMADDINNKSKQHGGTEVIDPQQYLFTQFQQSALQSQKARQQQQNAYPQVDPDSGLE
FCEFHNDRVKHFFCMKHKVTCCRVCSEMIHSKKDCIVVDLYEIEDVPQFLKEAYKLNEDNAQQQNQRREDMGFIQDGEGN
DGDNQFNDDDLEDEFEGNSVQSI                                                         
>Ptet_A0CZW9_A0CZW9                                                             
MKAYLRYEGISKLQYPQSPLQVESKQLFTLMPRRKTAQATFGKSLHNNKSPTNFDRQFVLEELRLTNASLQEVNKELQQL
NESLQEQVQKLQESNKALQLQINQMTNQIDDLKINNRHLRSQDSSLHLHSKTFDQRLQDQNNHIGYLQLQLKKLNDQLEQ
KRTLESKPMKMQQQALREFDSICLEMKNYIVCKLCHQELKEPVTVIPCAHSYCRSCQKGYMGRCFICGPEEEIEATYANL
LLIPMIELFKKICEIRELLK                                                            
>Ptet_A0DBA7_A0DBA7                                                             
MICASEEHIEQVVNLQLINKEKLKDKFLKKMRNRDNVDQSYGERRKKVKLEQQSRPKFEDLICPICLEIFQKVTTTQCGH
AFCEMCIFDSLMRKAECPVCRVKIKTHSFQYCESFDNRINDLVNEYGDKTQIEHFKNRQLEMEQWNKSKQVDNLAIDQKV
DIMDQQFIWCVATIRQIGKKEIFIHYDGWGKEYDEFIPLQSNRIAPLGLYTKREDIPKYQPEQRQFAEIIQYINQYGELP
TQNELND                                                                         
>Ptet_A0CH26_A0CH26                                                             
MIMCTLCEDYLINDIVILIQCGHLYHIDCLNRHNEQNYTKICLNCQNGTDSIQIQFLIHQPDYIAEQQLNQLKIKSKSFL
SKIEQEIELLIKNYKFLLLDYYIIVSDLQQLTSNKNRQINYQILSSKNKADRIIDDQDLFLSFQQQSNWNKKEQDYYQSM
QDKYNKIYLKKIDYQAISNYIDNIENQNDIVIYFKDICLIQNQDENSYDKNLRCFLFQIFQIQNKVKNVEEKLTHIQNII
KQQTCIHKLCTLCSDKQTTQIAIRMSCGHIYHIKCLEMAIKQTYFCLNCLNHFHTSIVQFQVQDSEQIKIIQNKESFKWT
LKDLEIRKIQLQLEISKHEKIDRDYAKVIENLCEKIKELMKTSKDSKQVNEIPQNQQDLNIDIIMQNNPNFDHISNEIMC
LNSLFEDENRVPQTYDNVFYFVDICYPQNHCLNALDQNLQNLITKRKKLNERWELLEEQMQMTLDRLVDRYKWKQEQQNK
RLGIRRKPPQTETKSLNERMNNFLGFPNNMKQYFNKFQQKQSDSSDEYSQTDNFF                         
>Ptet_A0D5N3_A0D5N3                                                             
MNRQFEVMGLQQVNQHLLCSICREVFYNPIRATCGHTFCGTCLVRWIQQKKSCPLCRHHLERNYKFDKDILATKIVGDVK
VKCLRCQQWNGTLAAFKQHKKTQCKFVQKNNEIPQNAIEIGDDNDITFPFIIIDTRKIVKTANHPILVQIDEQNNKQRDD
LFISQIRQSNHFQNDNPQVEINPYVISDQSNHIIIETQDNLVIINIYLPKQ                             
>Ptet_A0DGL9_A0DGL9                                                             
MKKQHFDFQEYITRIESLLDIDHKCQLLDVAFLCYQAGASNNDSKIIRKSYSLICSNNQEYKNNKKTLEGLQLDYDKYIN
GTKNIDALIDDLFIEFNSGLQEIKNSQIDIQNGTSNDYATLITKNKKLDYESYTIQQKKGDEKKNNKQKIIITEIENLNQ
FQQNERQNNAEQQDYILNHNLIDTHTLNNLNLVKVPPILKMEEICKLSIEQSKQIQQQQYNEFRKQEQSKSIFFQSKSQR
SQIMQKAKCTICLENIQSNQYILTACQHIYHKQCLNNLIEAQVDLPIRCPNVECRLEILRDDLEQITTKQTMDKLDKFAF
NQYLISHPNIFQCPTQNCQGIYEIEGPIQVCMICQQIFCTRCKRQFHDGVCGEQSFVGLAREQSYKQCSMCNRWIEKMYG
CNHISCPCGHEFCYACGKQWIKGMECRCIETQQNELLQTQQEIYRQPVQYQYPVQQQQFEQQQQFEQEQQIVQEQQQFQQ
QQRRQNRQTNQQNYTRQTQQIRNLYDTLSYYFKIDQNYIQNTQSYEFLKNYGLTFLGRLKRR                  
>Ptet_A0D196_A0D196                                                             
MYYPYDFEESEENVSEPVSVSDDDVDVYQDELFANHFYHTPSHSISSKNEDEEEEDDVIDQSRIFNYAEVKVFLDEVICP
ICCQIIVNPRVCKECDQSFCGRCIEKWFQNSNQQCPCCRKSKISHSNAYQNLGIMEGKVPKVLLKLLSKLLLTCRYSQDG
CEEIITYDFREKHENNYCQYQQLDCPNQGCEEIMFRKDLEDHYLECQYGSVQCKYCSEDKLRMEIESHLYECPCRPILCE
WCQEKQQAIEFNEHLELCEFKDIFCQYCKKKYKRYDMKIHTPIFCLNNLYENSLELLQQKDERIFELQKQIEYLKSSKLM
EQSDLNQSTYEVLSEKYKQDFEEDVEEVIEEDIQIEESDQELEQQLDKANQNQLSQENYENLDKRFLKEGKQAVVEIQPF
KNESMSTRDDQLNNLWYCSDVEINQMIDFFNI                                                
>Ptet_A0E8J9_A0E8J9                                                             
MNIEQILEKQENAIIESGSQLLPSFTYWQKTKQDLEQYYYLKRSQTSLCHTPFKKDMTIITQLCERTCDKDKELQHIYDF
VDVETMHKQLEFEQVCSYKYFRNHQTTFRVGTHQDIFDNLFFQRFNNATLIFEDAHDLPLKLEKAMSASISTHTISQMIK
AFLVPQKTPSKWDQQMNTKLKFLSKQFQPNHTFQTCTLTQQHYDILMPIIAFCNRIVQFAQNINNQKDEFIFESNKIALI
VTQCTQKIPDSEFFMQLQQYFVKSNGAFQQPKYTCIDSSNYEQYLDEIYNLPQRYLMQQWYIFIKQTFELQDSNELEIIS
QQQQQFNNQVVVPTNDKISVDKSIQAAEQQNHRDYKLVLFIDNIQNSFNLNLICLSPLCGMNKLQNNGVQNIVIITQHSY
PAKLYKTEFNIHFQFYPQIPVQELKINQTIISQVQNYNIDYLNKTEQNFDAMILEIGKQFQQINYLLNGHGFITLFSSKS
FMQKCQDIWSQHSILSSLGVNKEFQWIKYQNKKSIYEIIKLFLNKCRSNTIFGDTMPSIYTVFNDLFLDQLQEAIQIQLD
YQLKHPQTLKNQSQITVFLLGVPWASQFMYYQENGHEQLPQLQLNLKLEWLKNQKNNYDRKYFSMVNAIRNISRLQHILD
PLIPCNLVVLDEKFQQKLLWKDQQFPNVLTFPDLIKELKKQGTTLVRSEILGENRKDTQKIENNKGQTIKFNIKQPVQIQ
TSKRKIMLNKTLLGDIYNPQKKSLPVEQQCEKITIEQLIGQTDTKDNVHTTEEQLEIDNLNCVICWSNTPDKVMCKSEKC
GHVACQDCWKQWLQTKLECPLCRARVREKFLIKFD                                             
>Ptet_A0BES9_A0BES9                                                             



MEQFEQQKESQNTGRDGRAINKRIKKQKTKKQQPSEQPVEDCSICYGQIVDKGIIQGCQHTYCFKCIEIWAQQNLTCPQC
RVQFSQILRVWKQGKGKRQKMYDFHANEVNSDEDELISLDFLYQPIRLMPYFTRIWSLPFVNLILISSDSE         
>Ptet_A0C646_A0C646                                                             
MPHNMFAKLLSLNPSTSPSIEISKPIFTLGRDQKNDKVFSDIKVSSIHLTIEYKDSQFTVTDLSSNGTYINEKKIGKGNT
VSILNGDKIHLLPIQKVKDYEVIGFEFFVCSNNEQQASKISIESIDRQISDGKREVQNEKLLDTKLVENIVDTEIINEPP
KRKEQSPIHVPKIDGLEDELQCTICNDYLFEAVAANPCNHHFCGSCLSNWFKKQTYECPNCRAKLTGVMQARTINNLVEK
WLKINPHEKRTEQLLNKMKEENLIYKNPEQYINLNAQLNYDKQEKKVQLLQNIQNQQELNSDEDEDEEGEHYSHDEEDDE
YLSNDENFDDNRQNQQFQQQQLFPLQYHQNNHAFQALPPFFHQNNFQLGFGQNVFQQQFMQPNKVCKSCNGQTWKNFQCP
PLQQHVGCASCARLMPKLDPSEADNEVLQMQCCICKAYHCAFYYGDCNNAALQKFMLVKNIQHQMVIPYQYVNSAEYKRL
IQHLGGRPQTTIFNFMMENYISKGYFYFEQNKATFNNPLQEISVKISPNSPICWLCHRKLINFIIFKYVQCMKYDEPIFM
REDCYYGINCKVQQQKQYHAQKYNHFCEQTKFD                                               
>Ptet_A0CSD3_A0CSD3                                                             
MNNQFEIIKKVWASKKILSFFKYQRLVNKRLNELIKEQEPKIQIFLQLQENKEQLGNSNKQYTKVSTKALEDEVSLLKPL
ILLNNRNIINNQKYLLDILSIIHYSTNDDESTYVENTLKNPSKVNEQKQLYKILELAFVILQNSIQETVQQQILIGLDSI
LKSMIKCSSNNPQILLTLRQYQKYSRIMQCTTSFQGINSFIKAITSFDCKLKLDLTPDTIEKTLTNVLQQLDCVICYSSM
TNPVSMKCGHSFCKACMVQDQSNNQKRCPICRMEQMDEIYLSENNKFLTKLIQLKNSFQSQSDIWQGDDTQAQYYIHIKP
QRKDAYENKIVLRTKQSLKYLIEEEVEIDTMKFRSLSTHQFQQLLQQHLIFILIDKNENAYLVKNILTHIRKSKAIIKVQ
YQDKIQIAHQYYSHIFLNIQNVEYIFNCLFATAITLEDQYIDLSKIEILKQLDNSISNIKEFFNQVLRNQQQDQTYQTIL
SFLTIVGFWNLQNSDIISNYDEMKKYSYLIPNILRIPEKEREKIQKTNNLIIRLQLIEESLNRFKQCSNLLMIISIPTQN
KDSNRNIIIFIVVFLLLSFTLQL                                                         
>Ptet_A0E1Q4_A0E1Q4                                                             
MDQQLKKKLKKQQVQKIQFHQLHQFAGFQVAKDITEIEPEPQRRKPLQLTSLQVQHRQQLYMKSKFQFVLLSQPSKEVRW
DEVYQVIYTTTQDITCPICISDHDIIIPYITPCGHIYCLPCYQRHKLQSKFNQKCPLCGELAVMSELKSVKIIKHKIKSS
GDTVLLNQILKYKNETELYVNGKESVVYARTLIANESYILKIFEEEIIQLQSYLEICETEIQEPVQQSIQFLLERQDKLP
KSNLNLQPDIALKSYVPKPNQTSYKFYQDSNGLLGFLHPLCNKYIILQYGNDHLPQQIESFLIQKDQFTQNDHTLARYKF
LSHIPLHTEIYFYEIDLKNILNQDHLKEYLHEIQDYRERQRKERLRQEEKYNQLQAQQIQKQQYPIENGYDYQYSNSQID
EFQFDEQDFPELPGVRNISQQQDEQENKREIDQNQPQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQNRQEEINFDLESQ
FPSLNQECSVIKVNPFQQTWGQQQPKVEQKVEDEQLIKKEINNQETVKLSDLDFPVIVKIKKLKKRNKIRESEIYTYIFN
QKIMQQGLAQKRLLMDFKKIQQENQEDFMASPQENDIFHWEAVIFGPEQTPWEGGCFELKLAFSNDYPTKPPEVRFAPPI
YHPNVYPDGRICLDILKEQWTPILDVWAILTSIRSLLCDPNPNSPANPEAAKLYMSDRAEYYRRVKEQVEKTLNGIEEEK
>Ptet_A0CGZ1_A0CGZ1                                                             
MIHASEEHIEQVADLQLINKNMLQETFLKKMRKRENIKQNYTERRKKIKLQQHSRPKFEDLICPICLEIFQKVTTTQCGH
AFCEMCIFDSLMRKAECPVCRVKIKTHSFQYCESFDNRIVDLVNQYGDKAQIEHFQNRRQEMEQWNKSKLVDNMAIDQKV
DIMDQQFIWCVATIQQIGKKELFIHYDGWGKEYDEFIPLQSNRIAPLGLYTSREDIPKYQPERRQFAEILEFINQHGELS
TQNILPD                                                                         
>Ptet_A0BCF4_A0BCF4                                                             
MNVVFQDELENSLQLSSQSIVKANSYVYNQMLKINNGVKTYGLSSILINQNNDPENLMISELTYRSLSNDVDSRLIQEFQ
SRRHIIEPHQIQIRQPSPFQLNKQTCQICLNELSNIIIIEQCNHQFCQKCITLYLYNKIISGEVQKITCPQFGCCTVLSE
LLIKQNINQEVYLKYQRFLLIKQYEHVVNGKWCPRPDCFNFVFQQGQEKILQCSCGQQFCFDCGNPNHPNKTCQESVDQV
FAQALQNYKIQKCPNCKANILKNGGCNHMTCTKCHYDFCWLCGCRYTSIHYDWMNPCNCPGEQYQERDPYAYPKILICIR
AILKLLIYVLLSPILALAGLGMIVYGIGYLLSKTCHLCRCLKRCCQSVCN                              
>Ptet_A0CR84_A0CR84                                                             
MKQQNIAIEEELREARFAGYQQIKNKFLSKFRKKQSLEVYNQIRKNRTYLNKKQAFQLSQEFHENELKCKLCKDYYIKFT
IAQCGHSFCYYCIFEHLLKSHKCPCCHNILKGLQFIYCKTIDQFIQNSKLLQNNQPILNRKKEFKEWKKKKKLTNFKLGD
SLDILDTEHIWCVGQIINIRNQKEMLVHYKGWDKVYDEYISISSPRLSPLGLFTDRTDILLYQSSPNDNAMSNYIRQIEE
NDQLNYLILQQQTSNSNIILAIESPTNNTLSSLLQLVVIIREIHDEFHNDS                             
>Ptet_A0DTW8_A0DTW8                                                             
MDQQLTKKLKKQQVQKIQFHQLHEFAGFQVAKDIQPSDSEPQRRKPQQLTSYQAQIRQQSYMKSKFQLVLLQQPIKEVRW
DDVYQVIYSTTQDITCPICISDHDIITPYITPCGHIYCLPCYQRHKLQSKFNQKCPLCGELAILSELKSVKIIKHKIKNV
GDTVLLNQIQRYKNETELYINGRESIVYARTLIANESYLLKIFEEEIQQLQHYIEFCETEIQEPIQQSIQFLLERQDKLP
KRNLDNKPEIALKSFSQKQNEVIYRFFQDSNGLLGFLHPLCHKYIALQFGNDNIPHQIESFLIQKDQFTQNGKTQTKYKF
LSHIPLNTEFYFYEIDLKQILNQDNFKEYSREISDLRERQRKEKLRQEERFNQIQAQQIQKQYIIENGGDYNYQNLQEDE
LEFDEQNFPELPGVKNISQQQNDVQDDKTEIDQQQQQQQQQQQQQQQQQQQQQQQQKQEINLDLESQFPSLNEECSQIKI
NPFSKTWGLQQQKTEQKVEIEQPIKKETTNQEVVKLSDLDFPVFVKQKNKKKKQNQRD                      
>Ptet_A0CCF7_A0CCF7                                                             
MNRERQFEVIKTQQVNQHLLCTICREVFYNPIRATCGYHSFFISRHTFCGTCLVRWIQMKKSCPLCRHRLERNYQFDKDI
LATKIVGDIEVKCLRCQLWEGTLAQFKQHKKSQCTYISINTEIHQDAIEIGDDDDEFTFANLVEETEPQIKQQIIENFGQ
QILISIDQSQNQEQQQQSQQSNNLNQNHQDPPLETNSNNINLNSNQIENLNQNPELNNDLPQQNLENNQIDNPPQEINQE
NQISLSIIQDDSINQQNTTHQVDQHINQAKQLNDQQQQDIPQIPDSNQNETEEKPLSLENQQLILQDNQDTSQNNILNDE
ASVHQDKLQQVADNIQIQLQTEIKDDSPNYNQTNQQNLNSAEQFKTNDPDIQIIEPPIKFLNNKDLKKFKATNKFKINIL
KNNVKISEPMMMEEIHDSIFFEFVNQMKKEMVRKLSDIQYYNTLLG                                  
>Ptet_A0BGS0_A0BGS0                                                             



MLGTLKEASDQSDSEDIVDEQTNNLIGIFKVRALIDSDKEPTDHQVAKIFDELQCPICLSLFEQPVYIKDCSHRFCKECI
EKSIRFQREKSCPTCRKKIATRRDLRVDEVVNKILNTVVPDIKQYRMQEELLIQQEIKNFRQQKQKNDKLQKFVAQTNTN
QSCNIQLCAQNQLINQIDKNFIKAPLITTVADIIQLIGYQLNLPEEFTNYIDIFINNEVQNQMDKTLADLNTQYWDKRED
QQIYNPNDLHQQNKAKVNRQIHYSIDRFYQLYL                                               
>Ptet_A0CG76_A0CG76                                                             
MQQSYDCPICLSISVDPIQLSQCNHIFCSACIVDLLDYNNQSYKCPLCRQLYQKNEPLIINQELAKKIKESNPELYVQRQ
QQILQQQMMLPNQIKVSVVYGNLYEKIKNNDKNQHQWTLVVKMDYNKESDRVALKNFDINNMIESVTYQLHATFRPSVVT
VKQAPFQLQRLGWGTFMIPFLIKFKKEYNIPNLTVDHYLSFQGNGSLQKQITKLDISNVKEYQEISEQQNQQQQLQQQQ 
>Ptet_A0BPP8_A0BPP8                                                             
MKEDIKILSVDCNEFICSICFQIFTKPIKTTCGHNFCIKCITKWVQKKKHCPCCRKWQSDDTVQEKDEILAEKVSQLEVA
CLKCNKWTGLMKELKTHRFDQCTTYQSEKQSIQYQLVEDDSNDNTSLIIKELLSIKNQQNFIQLMELENEEFVFEKIPIG
KKTKKIRKRNTCKNQDQDVQLLQEDDIIKLKQSENYITKQINKRFRIQQNLLKDLIDKKYKMETYLFFVQLFYNQNEYLL
QKLRNNNDDKLSVNCIQK                                                              
>Ptet_A0BG98_A0BG98                                                             
MIYKLSNQQEMQQYSPNYVGKFLCKFSTDEGFAKRNNPKQKYKLNILSIPLQKIKDIKFYQKRLFVIGGGALQEGRTLLC
KVKKGEEEIYKMYNKYGYIEHVFDELWYFLINAGYVKLRVNFVDLGPEKKTITLAEIQVFITDKALNDNYELKILRYNRK
TGIKNDMPKYEKYQQQQLFHQEEIRMEHQRFARLSLLLMFDFMNIQVETPALVKSDKQFKIFFTQYCYFHERYKSQPVNQ
LMKSYHRPIIDSQDYFKAYINNKHFYNKLFSLELIKKLALSKQGSSKYLSNNQPYKPKMEKIHPLFHVQFQRVAVAFYQA
ILSFIRRSMSSVVKQQQPSYSDYVLKTIFLSTIPVQNNYLNDELYQDQHQNFIEARETISNNLNEDCGVELLSDEKVKIY
EDSKNQILDYFYVDYVVKVDKNKNQRDYETLLKQEQESYYEETKLQQKKQNEDILQQDLNNIFVANIQLQEYNTPKQMLS
QLKQHQKQALYWMLLREGHIIDQTQDQKQKLSPLWQQLKLLNGDTIYVNTFTGKISKEFIPVQETKGGILADEMGLGKTI
MALALILETHKKGQQTLIVVPKSVLLQWEKEIQTHSKPRSLQVLVYYKQQSRSQKIKLKDYDIILTTYAILASDYSIWTQ
INEMEQEQQQKLDQPQQELELEQQEQQQQQPKQQQQKQQQKKQPLKKQSQKHKHSISQEEDSSNSMQSDSISDQSISYSI
SLNKISEEQKEEGKPQQKKKKLTQKQLEKAKNENNLFKLNYYRVILDEAHNIKTRSTLQTRSAISLQSQFRWCLTGTPMQ
NKHDDLFSLLQFLQVETFSEYFWWNTYINKEENEDDQQRILAQILQPIILRRTKNSQQFEGLQQVIENIHWVELDQKERM
LYKKLLSGSQNLFKSFVKNTSNQSYVHIFQIINKLRVACNHPQLALKDINLQQTPLEKVLDKIDKFFMEKTHNGNKITEE
YKQNLIENIKNGSITECLICTKSQISVFSLSSCGHIYCKECFGETVVKLKNCPSCRTKLTIQDLIDVVVENENVFEELQS
LQFGLSSKLEAVIKETKVIKQKKEKVLIFTQWIEMIGLLENQFKDSGIIAYRITGSMTVDKREKIIKNFKEQQDVTALIL
SLRATSTGLNLTMASNVFLVDPWWNPAIEDQAIGRADRIGQQNQVKVVRFLCRNTIEQQINLLHQKKKFYIKRALSNNQQ
KEQELEDFKFLLFQE                                                                 
>Ptet_A0CKT1_A0CKT1                                                             
MSKQDEESKLQLIESAFECNICLEIATEPILTNCGHLFCWPCIYSWLNSNQEFLTCPVCKNGCSKNSLIPLYSKDEAKTN
KPRDPNIPPRPKPGRNDPVRNNNQIGQNNLANGAMIAGYGLFPSLFNLICIKDGDIEKDERHENEATVEIENVRKLKAIQ
FLLILCLIMMIVFYF                                                                 
>Ptet_A0CXD6_A0CXD6                                                             
MKMFQNKVYEKELKKAMFADQQQLKTRLISKLRKPSMKHDYNKKKLGIFELDRKFKEENLRCIICQDYFQKFTLTFCGHS
FCYLCIFEHLLKSHKCPSCFTTIKGLQFIYCKIIDGFIQSQVVSSQKNNALYLSRKKDLKAWKAKKKIQTFNVGDLVDIL
DTEHIWCVGKILNLRQKKKENYILVHYQGWNKIYDECISIHSQRLSPIGLFTNRKDILLYQPTLNENTVSNYVRRVENQQ
NQELGLLNYLILQQQSQGQNFIMAIESADRNTLSSLLSLVVYIREMSNNQNS                            
>Ptet_A0DKZ7_A0DKZ7                                                             
MLAQLITLNNLTSESLNISKSLFKLGRDPTNDKQLTNNKISFLHLQIEFEESQFTILDNSINGTFLNGKRIGKGNKVIIQ
NGDTIHILPLDRVQPEEIIGFQFLTDKIKDSRSHSDEIQSINHNKSKDEIVSKLNTHNQQFEELADELICTICNDYLFEA
VTTNPCNHHFCGACLSTWLEKQLHNDCPNCRVSIKSIMIARMMNNLVEKWLKCNPSQNKTATLMAKMKEENLIYKNPNYY
LNFQEEYAKKNQNQFDQQNESDEFLSNDDDFDDNNPQLYQNQLVLPNNAVQFQLFNPPPPQQIQPVQPCKSCNGQVWKQY
QCTDIQIHIGCSSCGRLMPKRLLSKYLSFNLSAEQENEQLQMMCCICKVYDCKFYYGDCNKPNLNKLMLVKDIRDMVQIP
QNFINNVEYQRIINHLKDNQAPFIFDFMMEHYINKGDFYFEQNKRTFNYPLQDLNVKITPDTPVCWQCHRKLINFIIFKY
VQSQKYDEPIFSYPDCFYGINCRTQHWNQFHAGKYNHICEQTKFH                                   
>Ptet_A0BU68_A0BU68                                                             
MNKQQKKTQKQNEKLKIQSQENDSPQNIEDIIHDKNDFICPICLNYIVAAVSLKCGHTFCEICLHEYLLYFKGCHICNDN
MRKSKFAYCYLLDQMIHEFIKSHHPEELKTYEMAKISNKEWRKKKQVQSIDVGQQIDVRDPNFVWNVGTIKRLKISQEVG
KIKYLVIHYEGKSDKHDEEIAENSPRFAALGFYTSRNDIPKYYKQTKNPFLKNLLYIECMDPNDNQFNQQFFIEDNSSES
E                                                                               
>Ptet_A0CFG5_A0CFG5                                                             
MKNQKKAIIISSEESDEPKLIQQHQGKKRLIRNDFEKINEDLRKNEIKQRHRKVIFDDDGETSEKNENVKENFVEQKKKY
KLIKKQEIIVQAAQQEATSCPVCYTDLEIIQAAILQCGHLFCQKCIQIQCEKYQNNCPLCRKQYQNYTICIRGDDGEYLR
GQLIKLKKKIKKQQYLDGNDDEENEEEYSQAQSSLHQSSFVQDSQYDAGDSFIVADDECCEECQGNEDMESMLFCKKCGC
VVRHSYCQASNTTNKILCYTCRTYQQR                                                     
>Ptet_A0CYA7_A0CYA7                                                             
MSKLINCRISLQNYIPMIYYEPLLEAENETFHYYSSVVSTLLTDGEILSEGNVESKKNPFKSFQIHQQRESIIRSNHYWS
KMGDITSWIQLINKFIIFIEDINSKDDEKEQDNSKNELIKWCRLQNINIPKMILILAYNEYIIDLTQKYVSEYSVINKCC
SLDQLKLNRTVSLKKQQSMPEHSEDIQACLLRLFYKGLSIFSGHKSAGYFNYVANQKFKLCYNNLMAIIGDFPLTCIVMA
FLQKNQQYEIKYSTKIDDIMIPQLAPKAFVKEHKLQFIQRQSLHLNEITFNGIGQVLFNELWKHQSGPQLSQDCILQPNI



EMNCITVLYDPNVAKKEIIEQELNGKIKDLQNFYRNQVKEIPYENDSKFIMQAGGSMKDWIEKSAYKTFFIEGLPLDITQ
ELLQEFLQDVVISEMKLYKEGDKITARISLQDHDDLLFCLENIKEYKDNQLKVYTQQDQFEHNEEKLLFNEQYKIIITWN
LHLNKGTAIIKLNSPHLFNAEDFETIQHLTYKMNLKSVYEDEQTVLADLKQQHKDIDIKSVTIDKQLRYENNGDLQLEIQ
KLLSNIPQDKYKIDSITKQNCKRILSLIVYDRNIMEQFINLHNQIKQFRGLKVQLNVKPFYYHDYEGPIEMKQIVEEIFD
EKKLKLGQYTITSDDEFKRVKVTIECWNKQDHEQLNKEIQDAFTPKIIKSSQDFDITVIFSQSGTRFLKTQEESLQILIR
QDFINNQLFVNSSQVKYNQLAKAIKEFVSDCSKSIIQIPKNCIRLIMGNDSQGLNEIKKNFDLKSVKFNSISGELQLFGD
QKNLDAAIISISEIISSQQQQDKPINALTCNYCFDNMKNGYMLQGCGHKFCLQCIMFSIQNSLGDMTQLPIKCPQCNQGI
LLADLHILIDEPSWEKLIKLSINKYLQDHAAQIAFCLTPNCPIIHFQKIPRYTCKKCKKQYCNSCRAPYHFGQTCREFKA
GNEDSINIYMKKNDVRRCPHCKILIQRIDGCYRVTCTGCKKSICWKNKADGTPCMALFETSSECYSHLTKEHGGYW    
>Ptet_A0BUC0_A0BUC0                                                             
MQEVIDYDGLSQNLNQCPICQEQKEDNSELKCKHVFCRKCLEQYLNVKIDEGIVMQIKCPSCLYELSYDEVVSNIEKIKL
DKYAKLRTLQYGESDPTLRHCPNKQCELYVLLDSKRCQCGQEICVDCGNQYHGLSSCDELMDSIFVLDSRQEKIQRCPKC
KIVVQKEGGCNHMTCKRCEYQFCWICRRKYTQQHYNNYNYFFGCPNKQYSDDRPWKYPTLNKILPFLLLILLSPIWIFLG
VILLVGHPFSGAYFIFNRWDNDAVGRLRPVQFVMVIFFVYFIGGIVLYPFVVLYECIKILYILVSLLVSLIKRFRKF   
>Ptet_A0CEM8_A0CEM8                                                             
MLISKLPLLEQTTSQKILFNKTKLIQENSNCAGLEKTCRQTNALKAKRQLSIMKQFIECKKQITTQNDESISKRGHVTKS
QSDCMIIEKLQQEFEQKYQEQVKISEDLKLENVKLKMQLDEQEQQIIYLKLLNNDLRYQIENSTLAQQLKKLESEYKDTY
RRMDDTLRKAIDENYESQIKMKNLSIKSQQLEQFTVSVTIMNQFSLRQQLTCKLCRKELQNTITVIPCAHNYCQRCVSGY
VGRCFACNDDSVVQATYHNEYIGDLINMYKIFENIMNILKT                                       
>Ptet_A0C0T3_A0C0T3                                                             
MQKIQFNCTICLNHLSDPTCLSCGHTFCEKCINHHLKLNHSCPLCRKPTLSEWPVNEMLKEVLLILFEQGPEGKLYLPIR
HLVLQTEFPQIVLCLDCGLTPINPVVLPCQHLFCLQCYQNDLVQQYCPVCLQQCMITQPNINLLFNQFLQWYCETDEKFL
LQDQQVHSMPIFLFDKQICYRRNFSLRIVEDRYKQLIKLASHGSGKFPVVPLTDQLPVYADMVEIVSITDQIEIVGCDRL
LIDAIYCYINDEKIPFTPNTFKALPNQLWLCNYTLVKDNQDKSQVSNKIKQFIQVTFAELTEEMKSLFEKPYHLMGIFGT
KFHQVNPSLIMIQLLKITNQQFQKLYYSNDEQLRNQFIWNFINQIQQKIIQIIGNQTQNAKLKQLNMDEEIQLPNLQFHN
IYEEEEEGFSQDLNESFSNMTITQQIILNLFHLHKVPFFQ                                        
>Ptet_A0E4K2_A0E4K2                                                             
MKVVQNPTQYFFEQSNNPPTEYLPKINEFVSKLLNQKQCILCKNDYNMKDRLPRILIHCGHTICTACLTNFYRNRRVRCP
LCLKLIKHLDSVDRLPINHTIFTRMADDINNKSKQHGGTEVIDPQQYLFTQFQQSALQSQKARQQQQNAYPQVDPDSGLE
FCEFHNDRVKHFFCMKHKVTCCRVCSEMIHQKKDCIVVDLYEIEDVPQFLKEAYKLNEDNAQQQNQRREDMGFIQDGEGN
DGDNQFNDDDLEDEFEGNSVQSI                                                         
>Ptet_A0CG57_A0CG57                                                             
MKKHKSYINYEDIIDKPTPLINMQQSFNLNVNVKQLKQQQSSPHIPLINPKKPYLQSRTNNRNSLPVIRSAMQSQIMDRD
TQFNQKEHEKLKTDYENLKIEYSKQESLVQQLMNENGLLKSLNADLKNQVDDLKINIKRYQQNDEAAYQQYLSNQQELII
KELKSKINQLSEKLILKEKQESQPANYLLYVNEIQSLCLDLKRHLECKYCGKELKDPVTLIPCAHSYCKGCRKGYSNDCF
LCGKELKLEAVYLNQFMIDMMALYKRNIGLIEQLKNNL                                          
>Ptet_A0CSD2_A0CSD2                                                             
MQQSEPLKLDENDDQEFINLQNTHQTGEESQNKLKSNLLKLQKIYQECKCPSCQLLFEEPITIVCGHTFCRECIIRSVNL
KPQCPECLYPITNIINNIQENFLVKSVVKEINELFIAQQQKKVKPRLFDQIIAKRIQENIIKQYLIFETNSLIIPYTIQN
VKLHINQFKDLNEDQIYKILKRDSLILLTYPNKNQSIQETATLVIVIKAVINSKMIDLNVHVQQQMRVLQIKQETSHIEK
EITLNIAKVQEIKEEPIIFNFQTDQQIKYLIDTVSQQLAYHLPENIDSYTNKYLKDFFHKLQLFEILRSNILRNEKALKH
ISYVIPSILHLTDQERTRIFNSNNSIERLIQITKILERFQYITNPLMVFKIPGDKERINYQAEFLIIIVLLILAFYYRVI
GF                                                                              
>Ptet_A0DDD6_A0DDD6                                                             
MQGTPDLDQPSVASSTQPWGKLISMNGAKVSSQDLLDNEVTIGRLPTNKIIIPDNRLSGTHCKLKWDAANNIAQLQDLST
NGTFIGDQKIGKSNEIIVKNGDEIFILHKSKVPISDIIGFTLIIQQVKEVKVAAQLDEQQQKKLQMMEEMQDDIHCPICD
DVIFQCVSLIPCLHNFCGACFSDWMAKQKTCPSCRKEVQSVNKNPMVNNVVEKYLLMHPEKKRPPEEYKEMDEKNKIKGD
ALVFNQAAPPPPPPQQVPMIQNVAPARGRGRGRGQAQQQQQQQQSQQSQNSVQDQSNYNGPVTKDCVTCLKAINGFQCQK
RGQQHLNCTNCESKMPKFDLNEKRLVFRCELCERFFCSIYNKNCSQISNKNPMHKLQEHKVPGTVDIQCFRQNYIEQKGF
LDYQKNNNITTQDIFKFMMENCINKGQFRYIESNKILTNPVRDIDLTLTPDTPVCSYCFGLIWQQIVFRYRIAIKNQLSD
DLKNRSQCWFGINCKTMIHNQEHAKKLDHICEQTKL                                            
>Ptet_A0DPY9_A0DPY9                                                             
MLSLKLQLSELQKIKEKDIGQLRQKIEDQSKNSIELNGQLEKLGQKQQELQQLLQEKIQQMEQLRNQKQLLDQQNENNQF
EINNLNKQVQSLKDQLSKPKNTKQITDTILQLEKTDKDIQKNLSCTFCNKFIKQPVTIIPCGHSYCFECKKGYNKECFKC
GPKLKIEAMYRNELLDDIIAMVKLIEQSINCMKQVTQK                                          
>Ptet_A0BVF4_A0BVF4                                                             
MKFILQCSICLQNLKNPVSLSCGHTFCQNCIQNSFETQEFCACPLCRQPALLSNNKTDELLPIVQQIYEQEGTQSLLNEF
PSLIICLCCALTPINPVVLPCQHMFCQKCIEESLKEELLCPACSDYCFNIKVNTNKKYKDLIDWYLKEFKIEEEQEMTQV
LQNDSIFGIPVFHFDQSVIIYGQTDFQFLEFRYQEMIKMVGSGSGNFVVSNDLINGDLVQIRSIKKTNKGYQVQVDGISR
IKIKQVYSYIDGVKTYYQNWNIQQLWLCDCEYVRDQIFKENCFQQYKFIVATLEKLYQNIKLEVRDVFQAFMKKITTLSN
SESSLILLASLNNNFELDYYSTDIEKRIQQIQQHFAILEQKIKGLYDKDDQIQHAKLKYDSIEIVQYPEFDVTTQYFLNL
FNVKKVLCF                                                                       



>Ptet_A0D8C6_A0D8C6                                                             
MILKIVDEFYLYTLNSVQICVHYQLIMQQLFDCPICLQTLLQPITLTCGHTFCKPCVRSKYFYQSYNSCPVCRAPIQIYL
NQFKVNILLENLIKQEFNSEQNYQLRVLNYQKRMDLRNRRKWYHTMMIIIIEYSKRL                       
>Ptet_A0CLM2_A0CLM2                                                             
MKAYLRYEGISKQQYPQSPLQVEPKPLFTMMPRRKTAQVPFRRSLHQNKSPTNFDRQFVVEELKLANASLQEVNKELQQL
NESLQEQVQKLQETNKVLQLQINQMTIQIDDLKINNRHLRSQDSSVHFQTKTFDQRLQDQNSHIGYLYLQLQLKKLNDQL
EQKRVLESKPMKLQQQALRELDSICLDIKSFIICKLCHQELKDPVTVIPCAHSYCRSCKKGYMGKCFICGPEEQIEATYA
NMLLIPMIELFKKNCEIRELFK                                                          
>Ptet_A0E3C3_A0E3C3                                                             
MQSNKGHKLDELLTCFICLSNLTNPHICPCCSKLCCYSCITKWLTENRQCPHCRSTLRIQQLVNCRFLEDIVAQNDPCPL
HNAQLQYYCVTCAHPICSECAMFSAHKMHEFEHIQKVFDSKIKDVKTKMENVQEKLKNLKNSAVMIDELMDELNRSKDER
VQEIQAYTEQLLQKLEQTHTARMGNLQMQRQRLNEKILIASAELDTISQQIKGYQKSKTIMTAQELLQRIESVNVEPEQI
GGVPMNFQSEITPQYVCDTFELNSFNQSEEIVYSDHLITNGIRWRLKIYPHGNGNAKNIYISIFLEMDSKYAEIRRYEYK
IEMINQKNGLSVIREFASDFEGGECWGYNRFFRIDLLQKDGYLVNDKLLFKYYVRAPNYYTQCLDMQRYIKQLESQVSIQ
QTTRKIEQQSSIQKLKEEIEQYAEKIEQLEQSQPSNTSEIQESEDDHQLQQQQDEESSSSSNHSDYYFDGQYQEIPIQQE
SLPIRRNLIQKFNQSSLVNTSQNLRSPLSEFSENLYS                                           
>Ptet_A0EGS7_A0EGS7                                                             
MLGPLKENSDQSDSEDIIDEQTNNLIGIFKVRKLIDSDKQPTDPQLVKIQDYLKCPICLSLFKQAVYIKDCSHRFCKECI
EKSIRSQREKSCPTCRKKIATRRDLRVDEIVSKMLNTVVPDMEQYRIQEDLQIQQEIKNFSQQKQKNEEIQKLVSQTDTI
LSCNVQLYAQNQLIHQIDKNYIRAPFNTTVSDIIQLIGLKLNLPEEFTQYIDIYINNEIQTQMDKTLAELNSEYWGRKED
FQIYNPNDFHKWSSSEMNIANRQIHYSIDRFYQGYL                                            
>Ptet_A0D0G5_A0D0G5                                                             
MGQQQTKQPIHVLIKDIEYFNKVIKQQPFPILFSRSMPLQKELNKQIGAELIQNRLTFQEQLLQFTTKTDLAIILKIDDR
QKLIDQETFYKLKQLIQDLAYLYMKNNEDEVCQICFEKKIEKLLPCGHSYCQNCIDGWFSVKLRDSCPMCRTRFTKQKML
ENSYCFPDEKDFIDSFKEEVLKHLN                                                       
>Ptet_A0BX38_A0BX38                                                             
MNQSETCYDSDLFVNEQLTGLTCPIGLGVLRNPVFDQCGHVFCYGCITDWLKKQKLCPINKQPLNENQLIKAIPIKNMID
ELELKQCLLKCNWKGSLDKYWTHDEKECPEKQLNCSNKNCNVVMKRASLQQHIEHECEHQQIKCEKCQEILIRSNQNQHS
EVCQGRMIKCEDCLKEIVFMDYNDHQTICPQKKIQCPIEGCSEKIKEVNLEEHVSNFKHFLILQQQIKHLKDELALTNKK
MDSQQIPYLDGWRTSLSKSVESREWLSVNSMHKIKAPFCLRFEALNINKRPNQWRAVIGVSQEKLKNNHLWYRQQNSFVW
IFGGFKCSSQAEKYGNEVQDENFQAKMVLNQQGELSFEHSGIDMGVAFVLPKEVFADGMYLIVSIINQGEIRLLSLDRLV
>Ptet_A0CPP5_A0CPP5                                                             
MREDIQIHSVDCSEYMCVICLQVFYKPIITQCGHNFCGKCISEWMQKKKQCPYCRKEYQNYNFYQKDEVMTLKLEHLEVS
CLKCDKWFGQLKDLKSHRQSQCTSPKQTDQLHETLVIQDDPEDLVQTIFNEINSIKKQQNYNSLLNIENEYMELLKVHPN
DQMIRKKIKIDYNDDQIQEQPDVLELEQEEICIFKHSQKYILKQCKKRLECQNKFLKEIMEGQYRIETKEFFYQVLGYRN
YIVSHHQFQLI                                                                     
>Ptet_A0DJL4_A0DJL4                                                             
MKVIQNPTQYFFEQSNNPSDQYLDKINVFIGKLINQKQCLLCKQDYNIKDRLPRILIHCGHTICTQCLSNFYRNRRVRCP
LCLKLVKHLDSIERLPINHTIFTKMAEEINKKSRSHGGTDVIDPQQYLFTQFQQSAVQAQKIRQQQQNQYPQVDPDSGLE
FCEFHNDRVKHFFCMKHKVTCCRVCSEMIHQKKDCIVVDLYEIEDVPAFLNEAYKLNQENNCQNQNIEFLPDDDNNFNDD
DLEGEFAQDESLKSL                                                                 
>Ptet_A0CIY1_A0CIY1                                                             
MKFILQCSICLQNLKSPVSLSCGHTFCQTCIQNSFDTQEFCACPLCRQPALLSSNKTDELLPLVQQIYEQEGTQGLLNEF
PTLIICLCCGLTPVNPVVLSCQHMFCQKCIEENLKEELLCPACSDYSFNIKVNTNKKYKDLIDWYLKEFKIEEEQEVVNK
DVQNGNINGIPIFVYDQSVIIYGSIELQFLEFRYQEMIKMVSSGSGNFIISSDLINGDLVQIRSIKKTKKGYQVQVDGLS
RIKIKQIYGYIEGVKTSYQQWNAQQLWLAQCEYIRDQTFKENCFQQYKYIVATLQKLYQNINLEVGDIFKAFMGKITSLS
DSESSLILLTSLNNNFEQLYYETDLEKRVQQIQQHFAILEQKIKEIYAKDDQIQHAKLKQDSIEIISYPEFDVTTQYFLN
LFNIKKVLCF                                                                      
>Ptet_A0DF02_A0DF02                                                             
MYYPYAIQESEENGSDYVSAQDLEQSERIANTSQRSLSDYQVRQGMFEDSADSYSDYEDQYQDVQLIDQSRIVNLQEVKV
FLDEVICPICFHIIIDPKICKECDQAFCSICIERWFQKSVNQQCPCCRKGVNKRNECMYGKVPKVMLNLLSKLMLTCRYS
SEGCEEIISYDFREKHENQYCQYQEQSCENAGCYETMFRKDFEDHQLECRYGIVQCKYCSEDKLRMDIELHLQECNCRPI
LCEWCQEKFQHVEIDEHFKQCEFKDIICEYCKRVYKQYDMEQHTPINCLKSLYRSSLELSQQKDEKILELQKQLEFLKQT
KSMEQSDLNQSTDEILSEKYKQDFEVDVEEVIEEDIQIEDSEQEQFQQNDRYNEDQNQSDQKSENLSNDNQDQYNMDEQL
DFAEIPSIQEIKMRGLFTSFLEKFTDNKFKDLWDWSEEELNQVIDWLK                                
>Ptet_A0CU32_A0CU32                                                             
MQEPFDLFGFQLNEQIYQYSDSSNDGLFQNNNQNIDAISEQDNALILNQIESPPPQKEDIDVVRILNFEEVKVFIDELIC
PICSYILIDPRICSDCSQGFCKQCLTQWFNKYHLKSCPCCRSISNEPDDGSKAPKLLFKLLSKLKISCKYQNNGCKQAIW
YESKEKHYEKECEYKAIICQYCFEIFLKMESETHFEKCQYKPKKCKWCSKSFSYYKHQKHQDDCSPRKLTCPICVQEFSI
KKMEGHIQFCFPKKQLKIIKNELQESIQEVQKAKQEIKESIKEILEIDMFIRKQKQKCQKKKQLDEILNNEIINSFEQPV
CQQKDVDPQELNQEQVDFQEHHLQQQIKDASIQIQEFGEEQKINNICQEEAEFQN                         
>Ptet_A0ECU4_A0ECU4                                                             



MNYQFEIIKQIWASKKIWAFFKYQNLLNQRIKELIQELDPKIQTVIQLKEKKQLIGISNRQFTTACTKALENKANLLKPL
FMLNKRNIQNNQKYLIDILQIIHYSTQNEESNYVQDTIMNPNKIKEQKQLYQILELIFVMLQNQQRETTKYQILICLDSI
LKQLMKCSQQNPEILQQLIRFQQYNRSISYKKSYEGIGQYIKAITSFDCKLKPDLSPEAIDSTLNNVLQQLDCVICYSAM
KDPVSLKCGHSFCKKCRAQDQNNSQKCPMCRVEQVDDIYLSENNKFLIKLIQLRLNFEKKNNIYQEEYQQIYIKPQSKET
YEQKLVLRTLQSLKYLIEEEVEIDTKRFKTLSTLQFQQLIKQHLTFILIDKNENAYLVKNILTYISKNKTRIKVQYYDKI
KIAQYHLLEIALNQENGEYIFESEFATAITYQDEYIDVNNIENQKQISLLINSIKEFFNQAFLNQQQDQTQQTISSFLAQ
QGFLMLHNSDIISNYDDMRKYSYLVPNLLRIPEKERVEIQQMNNLIKRLELIQKSLNRFRSCSNLLMILQIHYENHSLRR
NTIIFTIICLVLLFFVLL                                                              
>Ptet_A0DP54_A0DP54                                                             
MNIFVQEELENSQQLSSQSIVKSNSYVYNQMVKINNGLKTYALSSILLNQNHDPENLMISELTFRSLSNDVDSKILQEFQ
IRRHIIEPHQIQIVQSSLFKPNKQACQICFNELNNIAIIEQCNHQFCQKCITLYLYNKIISGEVHKITCPQVGCSIVLSD
QQIKQNINQDVYLKYQRQFLLIKQYEHVVNGKWCPRPDCFNFVFQQGSEKLLQCVCGQQFCFDCGNPNHPNKTCQESVDQ
VFAQALQDYKIQKCPNCKANILKNGGCNHMTCTKCHYDFCWLCGCRYSSIHYDWMNPCNCPGEQYQERDPYSYPKILIFI
RAILKLVIYVLLSPILVIAGIGMLAYGLGYLLSKTCHLCRCLKRCCQTLCN                             
>Ptet_A0C5V9_A0C5V9                                                             
MQQLFDCPICLQTLLHPLTLTCGHSFCKPCLSNKNFYQNFNTCPVCRAQIQIYVNQFKVNVLLETIIQQEFQNQCDYQLR
LKNYQHRLEKKNQMRRSYILLVQQYLKWISQNLQKMFPLIVIVIAILMYLRFKKLRQRFTMRVRLQHLSQEITRLLSQFS
SRNADNYKDTDIQNLVFTKIVKHLFTNYVRF                                                 
>Ptet_A0DTG7_A0DTG7                                                             
MQVFNQDQNEQCLICFETLSQPFQFTDCQHAFCQVCAKDYFEQRIDEKLIDEFTCPLCQKSTDVKQVLEIIDQLHQERYN
EQKNEKFQFQQQRRDMIKFYVNNKKILNLCRCPWCEQIFHRAESGCNYIRCHSLECQGKNTFCAQCDVALTDLDHEKHYE
NNNPFKGKCRILRNGVWVDRSTVYN                                                       
>Ptet_A0D7D0_A0D7D0                                                             
MKVIQNPTQYFFEQSNNPPDEYLNKINAFIGKLINQKQCLLCKQDYNIKDRLPRILIHCGHTICTQCLGNFYRNKRVRCP
LCLKLVKHLDSIDRLPINHTIFTKMAEEINKKSRFHGGTDVIDPQQYLFTQFQQSAVQAQKIRQQQQNQYPQIDPDSGLE
YCEFHNDRVKHFFCMKHKVTCCRACSEMIHQKKDCIVVDLYEIEDVPAFLNEAYKLNQEKNCENQNIEFLPGILFFLLDD
DNNVNDDYLEDEFAQNESLQSI                                                          
>Ptet_A0EB13_A0EB13                                                             
MEFSQKFITLYFILLYLPCGILSDTIPEKILSSFLNQELFKGEWQSNDPRLMQFYYLTLDSGMIKVRVENEHLYFLALNP
RYGEDRFVSGAIALANYSETTQSWGGESKIYLEGGEQHSYLWYEGSCNGTYQVKLNQPIENLDIDTLQIDVYLSSNTENG
YHCYSNMSFSVKRVYNYDFINCLIFSLVATIILLVQYLAGSKLLRQMKDQQIQLQQLSRLCSLLSWINGLNTFYFFVDLL
FQNFEYYYLFLLPTLILFVGLFKDSNIFNFHFYSTQQNRDRRRRAELVRFIGLLIILQLFVFANFVIFQLFGYTFYLMLF
QAFILYPQIIHNLRLGINQFNKLQIFGWLSPRLFFYVYIRSCPSNVKDTKPNYLFVVVFFAVYLFSLLILVLQTKYNIRC
FKPKIEKPKTFSYLQKIKVKDSIECPICMGPLHSNPNEIDEQPLDQSLLCEIMVTPCQHMYHQQCLRDWMEVQKRCPVCR
GDLHLEENVEQ                                                                     
>Ptet_A0CKX3_A0CKX3                                                             
MKFILQCSICLQSLCNPMSLSCGHTFCHNCIHNTLDKQEQSVCPLCRQPVLISQNKSDELLSIVQQIYEKDGIEELLNEF
PSLIICLCCGLTPINPIVLPCQHMFCQKCIYESLQEELLCPVCSEFSFSLKVSINQKYKDLINWYLKQFQIEEVQQTEEI
MGLDNVNGLPIFNFDQTVIVHMETQFTFFELRYQEMIRRVCSGSCNFIVSGDFIYGDLVKIKNIKKINKGYQVLVEAIAR
VKIKSVYNYINGIKTSYQPQNAQSFWLCSYQHVKDQILKENSIQQYNNIVLTLDEIYRNIKSDLHSLFDSFMKKLHLVSS
ADSSLILLATLNNQTISQYYDVDVEKRIQLIQNHFCTLEQHIKGMYNQGEQKQSAKYQQQTIEIILYPEYDVATQYFLNL
FNLNKVLCF                                                                       
>Ptet_A0EAJ9_A0EAJ9                                                             
MGQQQSQEQRPLNDLIKDVATFNLLAKSPTIKSSLGKQLLAEVTKRKQDLFDSIPFVKKQDDLCIGIFVEKEYFQITQQK
FYYCKQLLEDFSSILMVDPQKEEGTCQICFEKKIDKLLPCGHSYCQDCIEGWFTVKEQDSCPMCRAQLTKQKMKSESYVV
PNEAELIDSFKEQLFLQFSSQK                                                          
>Tthe_XP_001014404                                                              
MKNVLQKIRNSLKESDANCSLRLIQVRGNLSLQFRLKNNYCNVNNLIRNQSNGSSHSKANHMKKINKKNRVDSQELKKLF
LLKVRERSCQIQGKEIEEYETKVQLLNQTPDIKPPNQDQDLKCKICNYYFIYPIVLRCSHAFCERCLDEYSTRQQFCIEC
EEPLSHSKYIKSESLQSIVERHLLALGTKQHSTYQNTKKMRDELRNKRYIKEFSVNQNIDIRDKYFDWYEGIIMNIISSD
DKKYLVIQHKNSQSKVEIINSLSPNIAPHGFFTKRKDLKTRDEKKLDIVKSLVNQYEEIRSQRRQSQQEQQQQQQQQQQQ
ESQNDQIENQENFHDIILRHLTSVQSLPYMISLMNGAMRRSESQQRIMNTIQITVNNNGQQQDGHSEEPQVQIQLQQQQL
DIQQQGNSNQPPQIINIPQAQNQQQNNPQEENIENSSNNNQNGNNEEQTEIVIEEYEAENEDDDEEYLDEDQDILSNSQY
SYQNLDAIQYVQEWQ                                                                 
>Tthe_XP_001010127                                                              
MQKQSSSSSNANGNATEKKSSNNNKKLQQIDKQFYSEFLSFQYDKEDDEEYTLSYRPKIKSKRFQKQEREQREGLYIRAK
FRFITSQDQVSDTSIYSPLKQLSWEKIIQVIFPTQKGEITCPICMNDQHQIIAPQITPCGHIYCYYCYLRHDDISYSQNV
FIKLKQKADTKNYCPLCGEFAPNCDLKSAKIVEYETCKDQISFQLLMRQENEQIVYRADTLSEDPQFSKIMIAKPQYIVN
DILKKERDELNNFLLECISSQETWNIPYIEQALKINQQKSEKYEKLILQEEQQRVYDQVKLKKKSSKQQSNESSGQQQQS
SDETNFFFKQLTQQQIKKSQIHYFYQEKNGQLIFLNPINNKYLFEEFNKENKLPLHEITTKLISLQNSCADQNLLKRYPY
LKHLPPYSDILLAEVDMNGLINPENVKKNDAELAAIHQKVKEKEERELKKMQKNRKMSDNPYGQFYDREQYLQYGLITFP
PQKMPTEEKHYPTLQQSQSLPQQIQVDEEQKQQIEKSRKKEDFEDGEDDYVIMSKNGQLPTNYVDKQSRQKIKQMQNETY



FPSLGGLQSIPEKTQQSKKKSSSEIHVDNNKVNSELVNQQTQNQEQINEINNQEINIQLQKQNELKQVIVDEKNNVIIDG
DQIYDQWNQEQILQNAKQKSTNNQDTTAEGNKKHGNKNKKQNKKVVIDGNFFF                           
>Tthe_XP_001025052                                                              
MQVNTRIQNPTNYFFNQAPKEAEDYSDKINEFTKKLINTDTCVLCKQDFNFTTHLPRILIHCGHTFCTQCLKNFHKNNRV
RCPMCLKLVKQIETIERLPVNHTIFHKLADQYNKKCEQNGEGQIDAQAVLYQQFEASQMIGKQKQQSYQQQPYQYDQQQF
VGPDGLPQKMPVRIDEESGLEWCEYHYDRIKHFLCMYHKETCCRVCGELLHAKSECQVMDLYEVEDMHAFLNDFYKKNNF
YEQQALNQELMEATLKNNGQNYGAGEGTKPIPGVDPNQLVVGDYSFKEDGDDDEDEGEYEDDDEAEFEDEGDYEDEERN 
>Tthe_XP_001026873                                                              
MGNYQSNYPERMLKLKNFQDLNNDIDEFNTKQLNQKAMDALGFLIQFEEINYGGFKGLFKKIFFQQALSKIDINTNMLLD
NKPYFFKLRVNEMYALAELLGRYTEDADSMTNQDLTQAQIQALSQIKIGRNANNNNNKQNPSQASNQNEEEEEQKQGDNI
STQQKQTNQQNQISQEEEDKQCPLCLDKRIQIVLPCLHGYCDNCARKWIQEKQQKNCPMCRFQVESTQSKFNRTVMHIED
DVDNVNLLVKNQIIQIILSKNDKIPLIIKNKD                                                
>Tthe_XP_001026222                                                              
MDYLVSPVQTQCGHTYCEICLTEALLKQNICPMCKKVVPNFNFVIDTLLDGLVKQYVESYNDDNKEKYIQRRKKYFAWNK
KRRPQKFEEGMKLDIRDLDNIWCEAVVKKIERALNKEEFIFIHYIGWNNIYDEMLPSNSNRISSSGFFTQRKDIPQYRLN
SQNNQNPDDPNNAGAMQGVVLLGSEGQANLEGNIDDDELMEIDEEEFQQQQQQQQNNTNNSNSSNQNSKIDALKIFQTIF
KVDLKDLLSQEKK                                                                   
>Tthe_XP_001025405                                                              
MSNEIGYDRERFVQVDDQFECLICSTIVRDPKECNGCGHLYCKKCIEDWQQKSKDCPNRCSMAQHSITPISRALQRMYNN
LEIRCKNQKCNKIVKLCDLEKHEQDCCSPNCINFDNCQKKVNNSFSPKQICSLECELHQEILKAVKQTEVLQLIQDYTKK
ISSNSSSVQVLPSQIIQVNAPIPGQINSIMWRWDPQCAGTGIRITNNGTNCFLTESAYMFRTVLSDTPMTTGTYYWEIHA
DDKTENELKIGVSSKKDFNYNSAFCDFDYGWAYYGLGQLRHGSNASGPQYGKRFKKEGVLGIYLNMNKGTLSFALNGEFF
GVAYTNDALKKGPIYAAVSLLHQAGCTIKSGIQTPKYFLNC                                       
>Tthe_XP_001019723                                                              
MQLIEVENQINMQYLTQLLQNEEFDIKKYKYRNNLWNADHLNSQELLSLYRQFQFYDSAKRQAALSKINPEHQGINQVQQ
NLYAQADQPCHQNRRQKNKSSIQGSFENQFSQNQYENQRGEDFVEINVDSEVRSMRRNNSENNLYEQRDAQENQGRPLEE
IQPLSIARRSHEDPYTVKIIISDMDEINFPATMQKYPFRHNVYDLTNFSDVVTKGILRRLIFLSISGYIGFDNSERAELV
RGAFLLEFDAFFEYLMKPSICQILKFDQQDDVLEVISFMWEINIRKSMKYYDFIVKLATLNPEFYKKDGNISSKMLDIDV
CVMEAQLLPLIQRIFQSDASISSSKQQTIMKQIIEYYEIHNGKHIIYPFIQQKSEKDVADQIEEKFQNLLKEFDCPICFL
PFENCYTSKCGHSFCQSCIQSSVQKFGNCPVCQQNISQEDLFRNFHMNEIKSIAYKEKEETKNYEINRLKHMNSFKEKFQ
QIMQTNIINSVQAQLEKKQLGNNSSNNNECVQSFESIQKLKKQIQYLVNITFDQLMDSFNIES                 
>Tthe_XP_001012744                                                              
MLDIIQESIYFQDYYSRRTTLHRREQKNNPEYQLPSIEIDDIINQEELKNFLDDLKCPICINIIEDPKTCINCEANFCAQ
CIQQWVSHQGEKQCPCCRDQGQERFLYSRERDNRFSVRFHGDNHSQAKYVTCPKIFKKMLSTIQVTCHNKGCNTIIKYDE
RIGHLKVCMYQLRNCPNDQCEEKVTLLTKTEHIKICEYRKEPCKYCSKQICFKDMVLHEDFCSENKQKCPDCKTEYQIQR
ITEHEKVCPYKKLLCKICNNQFYRKVFSYHTKAKCYENLFKNSVRDLKKKDRIIERKNNSMEKMESLIQKLKSQLQAESE
VDKKQLLEQIEDFYQNKNIEDEQNDEEEQVSEIYPDDFESFEKTLNMIADGNKSVTDSFFFQQTNQKSDRKCYFPRIELN
EDIQNISQNYSFDRSIHFRSLCRGADYYGLQQVSQQNMSIQIASQIYSQEILNSIVRNDEEEQKNDTENHQRNQADNFDV
SLQELNLMNNVINTNNNDNYYNIFNPKYDDSYFKEIFGNSQDRKDFFNGIEENLLL                        
>Tthe_XP_001009833                                                              
MSSTDIQQKWGELIPKGGLVQETFVLNQKEHILGRRGDLKVDNPKVSGQHCVLKYDYAQKKAYIIDVSSNGTSLFNKKLE
KNKEVELENGDLVNLLQDKSQWIGYIFKLVDNVDSFNKDQQDTATKNNTDQKQLEQSLEQYKQNEKEQQEQNEQIKKMQN
ELEERLKKVKEDDEHFEKDQTCVVCIDLLYNPYLMTPCLHNYCCDCMCELLKNKDIACPQCREKPISVQKNYQLNNLIEA
FIKRNPDKKWQEDVIKKKNESNLLNKDFLDQINEKLSNKTKKVGIYKRQRSYSDSESSDRNNNRNYSEEDEEEFDEDEEE
EEYQYNNNQPFQQFGYNYNFIMPAHLNRCVECQNARQDDNFKCSPYQQHIKCINCDKMMPQRNDNNLYPQNCTICERSFC
NLYFKQDCSSKYNSSISHHLRLFQDIPIPQVLNNNVLSGREEEIQVLKDFIEDDEMRTLMIYDYVNENFVKQGKFKYEIC
QKYMKTTENKSFDINSDTPLCTNCWPNIWNQMVLKYRIAIKDQLPKNVKDKPDCWYGVNCYTRNPQHNKIYNHACPQIQK
N                                                                               
>Tthe_XP_001009052                                                              
MSDSEDLDELEQNQDVQNISVFRKREKIHANDDQLIDMDPLKKLNYMLTCPICLDIFQEPVYVKGCSHRFCKECIEKAIR
SSKMKQCPTCRRIIGTKRLLRVDFNVQEIINLIYGDISKFLELKQSNDELLIQKTYSQLANSDGATRKRRRQFNTSTTEK
AQDNQQQSSPTFSSIKEDKGVTSNSAYKNSSNQQDQISNFSSAVKRRLPSNSNQGSSQQSQGQKNNEKGAQSQNEQPTTR
KRKFDNLGESGNKKGDEYIPGHVVQKKKYFEEEIKEKQVEESLRKHQQESSLTSINGASLLNIGSSSSKSDRAFINIQIK
VVPYDKLQKQFDFNILKMDWTLSLDDITKLICQKLNINYQKYKPYIKFYVKSSAEESSYHPLEDKTQIIKSIDNQFWSTD
SNKQKYIRPYNKDEQAKNITTDYIHQKAAQNRILFYIIEHKDVNYTN                                 
>Tthe_XP_001008249                                                              
MSDIYMKFNEQQMTSNKYFDCFICKDILLKPVTLICGHSFCSHCIKNEVSEVINCSCPICKRFILVSPHEFSINLIMDKI
IRTLHQNNQNYIEKERYIKLAEYQAQNQDTLMKKINKGWEKLCFLISIIKKYIPLITSILLALGFYLFNRYRKHMFKVEQ
NYQKQITKIIQIMKQYGQQGEEDMFQNPQSFSSTQDGKINMYALFFTKIIKYLFTSYIRLTLPV                
>Tthe_XP_977122                                                                 
MEYYQSLYDSFVAIVGEGVCTDDEIKKYIQWGNGNLEISLNYYFQQQTKSSGFQSISQKNQSTSIKNNSSQQNGMKTRQR
SQNQQKQQNRDSNNNNQAKLQQAVPQSQKSKALNNDLSQQRDTSFQQDEEDKYQEFPKQQTVNAFQKLQEGSKKMREFDK



IIEQLKEEYKKPVQSIVEKKLSVNKDEYSNDFNKDQIYQEHSEDNSFNVNLDYLPSILRRPNPEEAQIPQSYTAKPHIDF
SQVEQKIYQLGQNEQLNSKDTDKSDLRNNQPIFEDRDMMDKNNQQNQNNNIKQEEPEEYNNYISNQQSELAQQQNQFFQE
RNKSYSAQSFDKLNISQVPIKARFQSETNLNDNIQGIENSKKKTQSYESFEQGIKDVKQSEEQSLQFPCYLGQFILTGHA
LTSSRCDMKKGDDVILKIERNVQTNIAKNKQKAKKSGGQTTQQMIIRLVWREREVGRLDNNYAQVLYPLIDRNYIFIQGQ
FEYAPPYLQAFTQIRVSVKVSLLKTCITKPITQIIEENSNTKESQILRIYSETKDQFAQLFEWLNMQMVTPTLIQVKGKK
KNQQINSKERDSIANNRSSFNELNNQNQGQNFQNSLKKETLSDDKGFEEEQNEQKKNSSKMLSEDEERESYQNESSDGQK
LQEDIFGNLQEAEQDSKRMIAEEESLDISQEINNILNDQSKSNNNSCNNKYTHQDATSSAPKINLNDPFIKLPKQKTLFS
FKLQNKKPDQNQEQQERSVRQSNNQQVAENKEENKSQDLDYEQLFNIVPGTDGQVTELQYSEPPSTFKTSLHNYQKQALT
WMLSREGKQTDMNEIIKRDTRTLHPLWEKYALPCSLKFFLYFNPYSGQVSTQFPRAQSDCRGGILADEMGLGKTVMMLSL
IHSNKRKNHQYIANIKEEDETDLTDDLNNFLSLKGGNTGQQNQTTITAAFKPKQKNQTLVQMAKKDAGTLIIVPVTLLQQ
WMDEIQCHSSQNSLTYYAYYGNNRENNLNIYDVVITTYGTISSEFASQSNLNNKNLYKFNWHRIVLDEAHYIKGRVIQIA
KAVYSLSGDNRWCMTGTPLQNKLDELFPLIHFIKLEPWSDYIWFNNYINKPHEKGDLVVYDVLKTILRPILLRRTKKSKD
IHGRSIISLPEKHCFIEKVEFTPEERMFYDKVHQTSKEEFDGFLSQGVLLSNYMKVFELLLRLRQICDHIFLLTTRGDVT
NTDGLEQKIKSFVDRRNKALKEQTEQIEKKGKSVYLQNQQNQLELLESTNGSVDSKHSHFEVILDENNVEQRIEIPDNFN
FDYSELYLNKVVEDIKYNKITSCNICLEDMEDAVLTACLHVSCRLCAIRSIEFTGMCPICRKFISKEDIMTVPRNNRFTF
DPTQKYIRSSKINAVMNYIQNLQKTDDKCLVFTQFLGMMDLFEIDFQKNKIPYLRLDGSVNQKQRAEIIKRFNEDSQYKV
FMISLKAGGVGLNLVKANHVLMVDPWWNPAVEEQAIERCHRIGQKKEVFVTRFICDDSIESRMIKLHEEKRDLFENTIQA
TKKDKKEQNIEHFKYLMSTY                                                            
>Tthe_XP_001033311                                                              
MEGSSVFDQVNQAKLKKHILDKVPSQNQFALTTITTTMSQTDKQNSKKSSKSMKKQSLQTNEDFKQNNAAQIDEKMNNQH
QKLNLKQETCQEINKLCVDDEKINNQCLVCIEEIKDECILNPCQHKYCYPCIFDWMKQKQRCPLCNNEVVEIIKTNQNAE
ADNLITKVSDIADSVALENLKSNSQSQNEHIERFECLDHNYLKNEVEKLLNKLDFVQKKMEQQANKYDDFNWFIIDTIDD
QIYELENIVEDFIEFNPQEIAQRCFLLEEHLDIIRNNKWEIIEEHYSDLYAIQLQKEEEEIQNYNQGNSKNKNNNNKNKN
SQANSKNGNSKNHIAEFEDDFYYDDSDVSSFPSSFKDYSIKNFKPKAPKKKFNNTIPLNTASAMTKI             
>Tthe_XP_001031937                                                              
MDNIIIQKELNTSKDQAKNTQPFDQVWGYLIPTINQLKAIPLVNQISFLTYNQEKFDILQEDQIIIDQSRIIKDDKTNFR
KSLRIIQNQNNTSIQCMDENIEVSLFNKKIKFGVTQQIQDGDILMIQSKADQKLQKTNFIFALNQTKPSQQQKEPKKDDI
ILENIELKNKISQIKQMDENIENDLNCAICLELMHNPVSIIGCLHNFCGDCLNRFIYYNGTINNLCPTCRQPIADVKQNS
IIQSFIEKHLKIYPELKKEPSYYLNKDKENNFVKIVFIASIFNDIFLIKENLQKSLKFWQYLTEEHY             
>Tthe_XP_001026980                                                              
MSSSDILDVEQRQKAKLEPIIKVEKHHISKREIELDQAKMLIHHQLNFHGVDILFPFKPYQIQEDYMRSIVEALNSKSNA
LLQSPTGTGKTLSLLCACLGWLRQKRASQQIQSDGIVMKELKATAYKPKVCIMGSREQYCLKKEYSNLKDLELNGSCKDA
IKKKTCQFYNYSGDGGKQQPKILDEVLDIEELQERGRCKKFCPYYYSREIKDDADLIILPYSFLLKQSRFQEFQVILKDS
IIIFDEAHNVPSAAEEGTSYKVDQNLIEESNKELDYLEKNLTPNMRTDTYHIKEARQLINAIGNLIKYFEKEGKIEKFRD
GTNGFVCSVSTLFEKIEQIGGQLLNYSNNKKKISYEKYKKTSLSGTQFFDYKDMLTNIKKQRDDRSKPQSSQQQPTLFNF
NFKKNAMQSNELVCDKTTSDDLKDTDQEDNQVNDNQFLSSFGYKSNKQSAELSMKRIVQISKKLSMIIQDMQTMKCQNID
FFAGFIVGICDMYEQEQLFLKGKTIKKLSDYYKFYFHKSSTKYEQSSINLWCLDPSVAFQNILNEGPYSIMLTSGTLHPM
NSWESELNIKFDVKLATSHIINIQKSVVGGVVKNGPNKMEMNFSFNNRQNGIKIYEELGQFLIQLCNIVPNGILVCFSSG
SLMQLARDSWLESQLNIIQRLNAIKDVFFEPRSNVELSSTMKSYCNAAERDDRGAIMFCVCRGKISEGIDFTDKLARSVV
VVGVPFPPAADTWVVTKMDYLDKKQSKENTDIELKTLNGKEWYFLCTVRALNQAIGRVIRHKDDYGSVYLCDNRWVRPAL
KNYSTFEYLLNDCQNFFNSKNQSVTTFDEILKLGNNKKSNVQSVREIAQKELAEGKLSCLTQEKSITQNADSKRKVYGSF
KQILMEKEKKNQQSPLNNVASPNNFNNFSISPNKFQQQQQQSGDNQFTNIFLENQKKLMSQSNSSNQGKIQQSIPQNIST
KNIFQLIQECESSNSNPFLYEQPSKNDSFYKTTQDHEKMRSDLQTFQQAFSNNQQKNSTLKDIETSQMEIENQPIKPNDA
RINIKFEDSMTNQSQYQDQDTSFSINSKKGGMFEQIRQKRRIIINESQEPVVFQKSPMSVEKNIVCNSQSQQDLQQPRIL
RLKSSSIPKEPSFIMNQKDRALSQQSLITLNKPLIMKGDRDEMINLFRNGSDDESSNSFEIMRPQNDRGSLNIKSVESKE
SSLNFLNDIFKKHQALLINENQNIRESSLDQKVTLSLQKSKESSSPQSENLIESSLRKRKKSLKLTPSTKEEGMSQQKSF
IEIINSRNSTGSIKSISPISKLQQYNQNDNQQDDKVTTNQIVISPSEQKLNVKPNQKIMLQNSARGLASFDGDVIKYQRK
QNKDEETPIKSASKEQDNLCPICYEVPKNNHKSTACQHYACYSCWQTWLAEQLTCPMCRVRCRVAYLEPFSLN       
>Tthe_XP_001025208                                                              
MQHQQHDEEEQKSSASDIHALLEKFECTVCLEVAKEPVVTECGHLFWQYYLSNTIDQIFYIFIKYSWPCIYKWLNQNNEY
LVCPNCKNGIKKELIRPLYARNEDDTHQKQRDSNIPKRALPPRQIPQKNQNHLGGVNFIHK                   
>Tthe_XP_001024158                                                              
MSDRLIFSTQPELLRLNQKDEEYGFGLFQKLIDALEIFTPKILSYRFISTNQDTLKILSFCAYYILTTISNRKTLGEEFC
NLHQFNKQDFDFKGIPTSLKRRVLFVILTTLSPFIFKKLVKKQYDQSREMMMAERKEYRGILASFIRNLPSYDGIYEKII
KFHLCMFFLDGLFVQISKRISGIYYVFQKQPQNHNITYKKVGVLVALQLAIEFARYGYRVYQDYQQSKQIQNQINSEYKY
KSGEDKNENQHEEEEEEIDIPQELLCALCYDKRKITSATPCGHLFCWDCIIKSTQIKPECPNCRQACLPQKIVQIANFK 
>Tthe_XP_001023650                                                              
MEETQDQPVDVRALAKKKYELYLQQKKAHEELERLGLTNEQIEARINSSSQQQTQSKKQEGEFQKFQQQQSLASNKQSND
YDRQQQRNQILTELTMKITEKFQKELAQDSKNKSKQKEGMQLEQKISKEIENCTCPICYELMVPPNNSPILIFPCGHTFC
KTCIIPKDKTKLNKCPFCRKPLQSYAVNIHLQNIICAYTDNKHLLEKYKDEIEDINNSCLDNSQQKKGKQMAANMDNINV
EGQTFEQNYKLFSLRCSILEQEKDEILEQINKQQSTIQTHSAVIESLQKQKSTVQQKLQKLQQELLLVENFIDQNSKALD
EAEQNLSKETEKLELLNQTLIPLQSERQKYMILSQNQKK                                         



>Tthe_XP_001023630                                                              
MFKKRAPKKEQIEIGLEKIEKEEQGKGSDDEEFNLKVIKKIKPNPRQEDDQEDNNKNRVQELVNAEIEDLKYKSNETMLG
NRKDLATVYNEIDTDQAVDARAIALKRQEISQQIREGKLSSDVYRGKNYSTQYTQKSEEEIRKSKITGSMGPVRAPANVR
MTCRFDYDPSLCKDYHDTGYCVFGDSCLYLHDRGDYKNGFEQEQEWAKDQKRKQQALLNGEEEDSEADEVEQRLSEVQVP
KKCQICDSKLKNPIKTLCNHFFCESCALQNYATSKTCYVCDRNTQGVFQDATYDIQKLIKEREEEKLRLKQEVTSRKALA
MLDDTEDSDDSNGEANIQPKKRNFKQKNKKQAKEVEVERTYVDENGIEITETVIQRVDDNSDQGDESDNQNDDDEENKDN
SEEDSQQQEIFNNINKKKDEVDVETQLALNQINKMKKKKIFKPSASDWIMQ                             
>Tthe_XP_001023389                                                              
MSQKTIDSVLKEEPQQFQLEQGKKDLTEAAKQFVERQNAIFQYKRNQSLNQEVKLSHISSPISIENQDKTNRSNKQLLGF
SQLVEKQDFINGQQNCVSKSSQSDGFYKNSKNLKEDQLIIQYQQISGQGKFNNNNRWNLAQQKKINTLRQGSYDSQESKE
SSPSNNIHMNRVIKDKGNNLSQSNSQKSILHSSNYKGSQMNQQNQTANSVLRLQFKRQNQQNQAQNRILKTPDRLLRNDQ
QSYSNHQQSTLLLKNNQPVCSQSYSINSSNQQVNNYQLIKNSILKRQLKKVSNEMVIQTFSNPSTPSSYQHSNQKCTPLE
DNQFRELIKIKIDQKLRNNANCKNEAEENVKISEVFKHNADNNKYSKTQNTNFTNLYNIQNQQQNNKNLEIQLNQQKSLE
NLRGHQQNKDFLQKNNSFQIKKQNGNSSTEFLYQKTYSSFVNKQNYQPKKIDFYKNQQDGKGKNQIGVGALDINFPLKAS
IDKSTSKESKKQNIMITPQQIQQIMESERRQQHIQRQNIIYDLVKQVEENPLDRLQLLKAQESQKNKRRSTNKQSIPFIY
DIIKSKNQQAVAVIQDILRTNNMIQLSEEIESAIQQNALEQYDKEKPKHQFQKHSTLQQFYQQIQNENQLNTIKQMKFQD
FISEHANNNTSYYNDTLSSKNKNVSQIQAISENKFVNQISKDQILQKKKVKILRQQLKEALNTKPYQKKGSYELICYSKK
GDTDLVRDLTMENKYLVYDFDYVYMTALHWACKRGHCQVARMLIQQGADVDAKDLIGRTPLYFAISIQDAPIVELLLSNQ
ANPWSTKEYNLNEMVKENSKLTALLSRYRKLDIVARMKKKTKQEETQKNQSQSAEGAYFYAQRFIIDIPYLSFSIYLSII
HHPNHTQIKINKMGQISCCSSKNAQFNNLVKTPYGDSKTPQLSECHPTNLFKMSEEDLMNEELICSICLGVVRNAVKDPC
GHVYGECCIKNWLKKNPKCPYSQKSLTQNQLKAEKSVRKRVEHELKISQNQTNNSNRQHLQTQKIEVQATS         
>Tthe_XP_001021044                                                              
MELSQNYQNYHYILEPDDFLALKNETRCAICLDIFEDPVTTFCQHTYCKKCLENHIRSNGAKQAFCPLCKMPVGKRNYIP
DKKAQVLASIILNIKPIKKIQITETPKKDLLSTRKRKASELHQPLKCEHQQQQLKTKTYRQMQIFMKKHEVDKFCKLYKA
KQFKDYHEQLTHLVVFPIDQKDDKIIAKRTLKYLSALVEGIWIVGFNWIIHSNGYNELKDEEEFEVYGDPYGINTPRESR
LRNGLTDLLENLRFYISEKQTKKDQQITKKEMVQLIKLAGGVVIDNNRDEPEEYFHVVITSGAQNIDKNSLKSLKSSSND
GQIIVSHKWLLDSISKGQLLNYKNYT                                                      
>Tthe_XP_001020938                                                              
MDQPIFEIEQEVLSLNDEIELLMHYQNYQIQQKLLKQQEPKIEESELEVQVEVFNKVDIDQISNINEIGDFIQDLQCPIC
LSIIEDPMSCIQCELNYCGSCISEWSTKKSQNVCPTCRNNKQVLLLNGKQHLYKKSSIIFKKILEKVKVKCYKSGCQDVV
KYDERQNHISKCQYQQVKCLNKGCKEPILRKDLIEWFFAYIAKKVTISANWMRIQKNVIIIKEYAQTATNNSKLTIFSII
KKYAKSLILQEKKMSTLTLGQKNNQCIKLFSNMTTIGQSYLQIQKKVKGLLQKQ                          
>Tthe_XP_001020509                                                              
MSYLQKINQLKNSVAIEQNINKSEEKMDIEKSKNQSNQKQEDPETDVSDNENEKSQSKSQKWGEIIPLDSRKFSVFECLQ
NEITIGRAPNNVLRIDDKRLSGTHCKLIYDPSENEVYLQDLSTNGTFIFDRKLGKENKSKIDSGDLIYILHKSKVSQADV
IGFIVKLSQSSSNGGAYASKLKEEETAKIKQQHREEEEQRIQKIKEEHEEEKRKIQEQLNKFKTQDDKISEELECVICMD
IIYSCVTLQPCLHNLCGACFYDWKQKSDECPNCRSKYNDFAKNPTINNLIENLLNKHPEKKNTKEYYEQMDEKIRKLWNI
PAPAAQKKPEPKAPIRNNNNRIQSEDEEPEIKPAPSRPQQSAQNKNSIGGKKNNLEVCRECKKARDDDGFQCDENTKHVT
CNACKKEFPDRGDESDNQKCVICNLFFCNLYMKGCKQKRYLILGNYLELLRERTPPNFIPLGFFNNNHTESKVFSQYMTQ
KRLTTQMIYNDILQKEMKTGKFFYEKNKKFDANETDNKRIQLRDISPVCQVCFTKVWFQMVVQYRIKIVKDLPSPYNNRD
KCWYGINCRTQQTKDDHAKKLDHVCEQTKF                                                  
>Tthe_XP_001017371                                                              
MIRSNGTYNNGLNNRNFAQMLEEINFNLQSFPLTSVNNTNNSTNIASNLNTNTSSSNQNNGHVNSNLSSNPQPSSIVGHS
NSNLIQAQFLHSESSSQQNQAGPSYHIRYQQPSSISSRYDNNSYQRYSNNAQVSNESSSTNNTRKKQNSSPKIQDILTCL
ICFGKLKNAHMCPDCQKMCCESCIKQWLSSKSHCPHCRSHLRPSNLMKCRFVNEITTALEKIEQIEQKKEKQGICEEHDN
PLLYYCQICKHPVCSDCGMIGSQHKNHRFDKLNSVYETHVKQVRQELSAVKKKLQELNKQQQEVDVVIEKITKMRDDKAA
SLTQQMDYVNIKLNDLLKSKLEKLSLQRGPISEEIDLLENMSEEINEYIETLPKSILISKSGEIVKTLEEINSRRVIKNF
IGDNEKKLEFQYDMIPPYDSADYFLQNYSVKRKSADVSYSETLYAHGNEWRLKVYLNGKDKAKDSFLSVFVEMTKGSVKP
SNFEYRVEMINQVNPDLRVTREFISPFETGATWGYEKFFKLSQLESEGYLLPESDMLIFKYYVRSPSYSQFCQSKQNRIE
ELEAKNLLLQEEIKQLKENQSHNQRQISNDDISQLQVSEQLKFEGINESKADNFELETFINEVENGSISNIRSQLENYLK
QKALEEFAKSDTEGEQYEANQNNYNHHEDAREGDDENQEDEDDDEEEEEDENDDHEQNDDEQEEEDDHDGSSDGEQEKFE
SQNYIENLKDHQDEDSLYDNEVDEYQYKRSNNNGNNQNKEFMEKIIQGEHKASLDDYDNDDELENNQSEPMEYDSFIDEL
AAKKLKRKQELEFIEQQNLKEELELNSIAKDIQDILKQENTKSQYNFKTEGQSDKNKRNEDQDEIDLYCKMEEEIQFNEY
SNNLQQLGSKQNNQLNDNQLQKSFQFRDQEISAILQGSKLTDRAVSQNEDKQNLVQSEQNMQPSIQQQTKDNDYRLRWNG
IMQNVSQALKSGDSANVNQSQQLTVNPYSLKTNLLQQNRKEMIQQDEDNKNDLHLLEESKICNENDDKLAKSTQESDFPD
IYMMLDDIGDKVHFIPVSQHESMNESSIMIKKNLLPEFEQEALRIEEKKLEVQQHQLQQQQQKMRNLISGNSAASTPTQI
QNITPNLKSEKINENQSIASTKSKYYNCEEQAFQSVKNNSYQPTFSQYQQQQEQAKQGLSSNLFKDKNIHHFDSFIQRYE
SQFKSETTHNTQRSDVTKNEGINNLKSDRLYTYQVNTNKGEGKEPISFETQQFKYNFKKNDGEQSQAQSHNLNENRGLNN
SISVQSLQASQNSQNNLQAASKKEDVSNLLGQFTNPTLSKLVASHSQQKEQEESNKPSLNKNSTTPINSLLQNNFTSSTA
NYVNKKNQSKIDKSEAANDDQDLEINDLLEKENKDDSLLAMERQIQKLEMMNKLEEETKGKSTLTQQRVLQSKDQTQLKQ
QSSNSNSQQNYSEARKQLISSINFSEDFLKKINKVKQYGNLTCTAQGENSTKNKQLQNKQDGSSLQSSSSLAGENTNNQQ
IEKSQQKNSGLTQEQAINTYLQPNQQCQQENKQQNSQNLNVSLPITKNQSPESESSDIKLQEEEIKKLESLVVEQSQEK 



>Tthe_XP_001016811                                                              
MLEENNKGDFIQQEQDQFLEKKRFPLNLLNSFLVCGICDGYFRFAHTITECGHTFCKICIHDYISKNQNTKNKRKCPSCK
GELEIHLSKSIRKDPYKQQMVDFLYPQFAKQEQLIVKRVKELFPLIDLEFLLDEFNYENLNQQQYQRKKKHSDSPKLNLK
MVVDKYLNIPFDKFVQDLYEESSFLKMKQILLEKYPDYYKKQADTSNKSDQEENSSSSYEEDSEEKQKDPLQLNGKRKPS
VQYEQQVQKKQQTNQSPAQRQIQAPAQNQTQSNQGRAPSPPQNQIQIPPTQVKLKKFPFKTSAPTERALEVFTSKTDRHR
YISEKTLKSIQEHDDTLFKFYVNPLTNLEHEYVGLQNILRLQKKSNVQELSLKQVKSFFVKTIKAHTQQKNIDIPTISSN
NVNLYFCEQLLCDISTPLKEIYEQVNDSQPFIFDYEIVLDNLEQNSS                                 
>Tthe_XP_001016057                                                              
MDLLVSPRKPSHSLSHFIRIIFLLSIKSNLSKQFYSNNQIQIIREQVFLLHQLFNLRITFLFFHLQTRLQLSSNFNNKED
LLFLTANTSIFTMAEVQERPESLEQNNLKNMQEFMNFIDTFADKDNYFCQICHNILWQPVSCNHCSKIYCRDCLSRWVDQ
YSTCPTCRDRFELKKVDKSITNNLSKLVFICNAQSSGCTEFINYDSLLKHQNTCLYQSLHCPNIGCDFQSIRKEMVDHEK
ICPHYQLKCKWCERSIKRMNEVQHDLICEMKKLGCENEGCQITLTRAEMNIHIQECPYNIQKCNLCNQEFKLKDLARHQE
CCDFKIEQCKGCKQSMYKKQIVQHEENCEEVELICPDCTDVIQRKNLASHDQITCLKRGQKILLEAKTQLQCENACLKKD
IETLKLCVAQLYSESIYFFTFELNTQKSSFKQSLRYSLRQA                                       
>Tthe_XP_001014587                                                              
MESRVLDQKVHYFEHLSVEKFEEYFRGAYHYVVNIVFDRVLSLVKLRYFKDEILLISESLLQSYYLFVHDSTYAEFFFDL
KRFTLDGESPSKKSKIFAVLIQTLVPYIKAKLDRIFNDIKAKLANHDILSKKQEIFRQAYPTLVTIFRAINIILNAKYLL
NPQSKFYNLDYYLVKNNLSRKPPQNQQQSNSQSSFGNFADFMRRYSIFMLYLGLQGFDWYFRSSQQRGQQNAKNISYNES
IPPPIQLSAQQQRASQQSQNFCILCKGKLRNPSVLNSSGYVFCYSCITEFVKNNKKCPVTNIKSDQNMVIKLFIQN    
>Tthe_XP_001014568                                                              
MDLNRLSRVFSTKEQQKQIANPDKILEEELKCPICLEVSRKPVTTDCCGSVFCEDCIKNIVTKKCPKCNKQSFTYSLNIF
ANRLVNQFPIVCKYGCGHVSGGSEIGNHEKQCPNKILKCKYCNFEGVYNSFLQHIINQHVNQIVQLFEKQE         
>Tthe_XP_001012927                                                              
METDTKTNQNKEQSQDAKLTRFSCKICLEIAEQPVITPCGHLYWQILNLQFQKNLIKNYSKIISWKCIYQWAVKKPSCPF
CNNKIDVNKLTTIYTEEEEQKSKKTNENNSSSSDSSSNHSNQNSQENQNQQQQQQENGQQNNQSEQNQQDIPRRPQNPRE
NFDNNNHNRQQGGFNFGFFGFPGLFFGGGLGLGGFTFNLNGFQFGNGQGNLAHGWQKYIGIIPLVIFLLQFLLPLVFQIF
GINQNQSSYEYDYPNYNSQRKANRQSTGSKIRQNRYNQQNQQQQQEDYPEQKLKQLQQLIRSKARYHAQETKNKGKNIFL
NVNASKDSKEFCDEVIKLFRSFQDSEEFLRQCLYQVKLQVNCLGEDRNFLILIPVLIYDFMKQITDVSFEFQNTDITSKN
IDDLKLFCNSLSPLITNLKYFQILNNRKEKNTGYTISIPSNFTTQISKLLTNCKMLKCLKLDFAYMGWDRERIRYIPQNI
LTNLLMYCDQWPDTLNILEINFDRMTYQNSNVDFYQVQFFLIKLTALIRKQADLEEFSFDLSGFNPFNNQDISKQLIQLS
EELKNVRKLSLQLGGHFKLSAQDWKIFLKNISSIKNLVRLNLNIEFWKDFVLNNPCKKQYHTSIIQEFINNLINNHKFDL
ESLSFNTDDWFFLNNVEEQNIINQISQFQNLNELTLLFYKSKSLNYYKIQQFEQQVKQGSLCKNNQPSRVQLPQIQTIQI
KHYSQNETPQKKVSENEVNTEQIIKSQEKVSQKKSSSKKLTKKQEAEQYLKELLSKHLSNQTQNENSIKEDLKKKYLSSQ
TE                                                                              
>Tthe_XP_001011465                                                              
MTPNKKSNLRLCFWLLVPLVEYQLRETNRENILEPPSIIIPCCDDDLSDMNQSSPQENPKMVENDFSLGVVFTAVFTAIL
GLVLTGAKAIFTKTKNIVVGYVKEKINNFFHWDDTSAHQINKNPNKNRFDIRVCSICLNNIKNPVMSACNHPFCAECIFN
MWETKQKKKLNCPYCRRDMNLLYRDFEENEMRTEEEKKILKELKDYNALYSGHKRSFIEMIRDAPFLLKMLMLKIRQWKN
MWYVVTTMITSGRLIASLLYIISPIDLLPESFLGPIGLVDDFAVIGIALVIIANISYQLLRRDE                
>Tthe_XP_001010345                                                              
MQNTKKSLNEDSSKNKLKINLNLNIEQNNQSINQCIVIVEKDGEFQQFYQTEEDKQKYMYDYYNSDNSNCSICYKKPLDP
KINTPCGHQACSSCWSFWFNVNIFCPRCTKKCGPSYLS                                          
>Pmar_XP_002786608                                                              
MPRLKATPKRVIFQVAESIQSQLCPSHPSIESSPASSSAVSIAVLADSLELSDSDHSSSSSSVATARSDSSSPSRRTGKA
GLKRKKSVTKPEEEPIYCSEVACLLASWVGEGFWSDSTQCVITAINEDGKVVIASAVEDEEACACIVRVGRGLTQKVFNA
LRLLQRQGVVAVRATHLANTKIRFEVGLAPGFVVDDELGAERIAEKLPAASRRDLAVVLAWAVAVTAQEPVGGDLEVGTE
DFLAAVKPPGEPLQGTADVMTGEDQLACTLLDFQRHSVRWMNHAESRPPDESVPHPAWIPLGEVFINPRLPGVSRSAVSL
RLSSVHGGMLCDEMGLGKTVEVLATVATRPRPSDGQSAAQVLDLFYSSQLCALKGVNSQDGPDDAVSKKLRREVADLHAT
YLLQDGYAKSSATPPHDGNRPPTWLDEYHPDRARAFKEAFGYPESSSPPGEEDDEESRCLTCDRTGDADAPWVACDVCEG
WHHQQCVGYNLLVMASSAFICLNCLHRGCAELLPVAATLVVVPASLLQQWVREIGLHAPTMRFVAYTESEEGVFPSLADI
VSADIVLVSYPVLGDSLLRTESAEWDSAHALRYRRQSGSSTRTPSALLRVRWWRLIMDEAQLAEGGHSGACRMLKRLTAV
NRWAVTGTPLTRGDLRPVLEFSKVPIEGADVKAIQDSPGGVHRLLPLMKKLMWRVWKVDVLDQLNMQGLVQHVVWQELSA
VEMFGYRRLEESIRKEAQGSLAKRGASRNAVSYLWDLTRLLQLQCVHQDLRMKQKTSYTGKRKSRVFTDVKYSTFEQNVR
ALMTAATNRAEEALRNLVATWNGQAGLQKLKGDDDAARVLYTKVLNAEGEFGTRVDNQPKIHALVHSGASESDVKAETDK
FLVTSSSSIQTHSANYYKLREQLPPDSSRWWLVAAPTLQGPMEAAYFQQDLREVDAHVTQIVEALEGIPIDSPPEHLVTE
SICCAKCRGKGRPGRSCFFCRLDPHFEGYQRVAKLPRFKKIGQEAASGSELFNYRLGCFDELRQTRLTYRWPSEGDVQQT
RPIEGWALNQDLVVWSPEELEAKLAELKAEENGAEVTLRRNLGHLRFLKTQLPTESEDRPGLELCPVCATEKPTTVCMLP
CGHSYCQQCISTLLQRGRGSLRCPECRVFTRRNEIGHIAGESTEPGDSDSSPVPSESVSGSVLNEAFSPLPEAALRAMDV
SCRLVGQWGTRISSVTLLVKYITETLSESVCVFSKWVPVLNLLGSALKSNHVPFVLWSVSKSKMVERFFDGRVRTLLCPL
ASAGQGLNLTVASHAILLEPPPKYSQTAQAAARIWRLGQQKEATVWHFVSCRTVEEAMWTLSRRADQEEDAELLRDIFSG
LTGERVP                                                                         
>Pmar_XP_002782617                                                              



MPPKRSVAAKAEAAPLAYKLRYCDKDSISPNLHCSVCCEVFTDPVCAVPCGHTFCRECLYQWLELRNTTCPECRATIIKQ
NCHNDLMARKFFDEQDVYCPFRGCQWDGKHGDLEAHMGDCDCDPSRVPDFLKSSSLDDSEGTVDGVVMGGALRMELLRQN
NSSLLKAAFNTSILDDDDEDNMTQPPKPTWRENLTRILAGPYGGMMLADYGAEVIKVEKPGVGDDARAWGPPFTDKGRES
AYFVAPNRNKHSIGVNLKTPEGQQIIKDLVKVSDIVIENYVPGTLAKYGLDYESLRKFNPALVYGSLTGYGDTGPDKDRP
GYALMVEGRCGMMACTGIGDQPVKIGVAWTDILAGLHLHGGVLAALYNAKMTGQGRHVKCSLLESQVSAMANVASGYLIG
GVECARMGTQHPNIVPYGAFPTADGHIVAGALNDAQWKSFCNVLGRPDLEQDEKFKTNEARCNHRDELNGILNEILKTKR
TEEWMALLDALPHKERLAHDKLQNMQGVFSDPQVLARGMKLTVEHATAGTGFVAIVLPHALCSGPIDVVGPAVKFEPAPS
KEEKSLPPPALGEHTKWVLQRCLGYSDEKIARLAEDRIVHIMSNEPL                                 
>Pmar_XP_002782027                                                              
MSAASASATRSPVVASQASAEILMVGHDLSPVVCGKRVRSAVITPNTIDRERDATRKLIKHAAEVEAASDDENDDHVSSP
AAVDLYTRLVDEEPIKRVVAHVERVSDPGSPVPHLTQESTKDDFSCPVCCDVLVRPVDVCGCGHHVCRKHVIDMVTHAHG
NGYKCPLCRKEVVVNNYDDIVVDNKLKSTIQDLGLYDESRRSSFRSSRSSTPLQERFNREFFEDETF             
>Pmar_XP_002779829                                                              
MRAKKPKRAASAADSDGDTHSSELERQLESIRQENELLKERLQSVTNTPSIANGFERRSKRSVVEPCKNQPTPMEKARGR
LFADLECVICRDLMVSPATLECSHSFCYKCIEEWLTGGNFRCPVCRVGITRSPTKTIQLQQVVMTTVETHGTESDQAEYD
DRMKEHKAWERKQETDRAKLEDTIGSASHKGQQFFDIALPWNSEDKARFQAGIRHYRSDARELYCAITGLTKAWIQRSSR
DSLDVAMKNLKIGTIEAASAEDSSQVCYAPDDVMRRRLLLFTRYC                                   
>Pmar_XP_002778133                                                              
MPQCMIEYWDWASARLPQLLPRVVTRMKPRDSSNAGVLAPLECGICCNDYDDCRYRPMVLTRCGHSVCAKCMESVTSNSW
LFGKYVTCPYCRHATHVAKAVTNYAVLETIVSIPDHPPTDHVRDLAILTMGVTGGVVLTLIFGERAAAMIAVLLGCAAWH
IEDVADISNAGHILTRWVDNQTCFC                                                       
>Pmar_XP_002777384                                                              
MSRKGINSSSSSSSKHWLNANDLAGFVNYTPQQHQQQRGHTYYNSGSGYYYYQQQQEEEHHHHQQAYHYYYQESSEGRYY
RHRMVGKFSHTYRLLVKYNNNNNKNDYDYDGGGGGLITTIQDDNNNIKNKLIDTDYLIPWKYVVGVDITVWYDDTTPSST
TSSSSLPICPICLCIAEVPRIPECGHVMCLSCALRYLQQYSQCCVCNVGITLKELKPVRIEILNNTTKPKNGDIITLNLC
EVVDGICRPFDANT                                                                  
>Pmar_XP_002768680                                                              
MPPRRSTAAKAKAKPATPPPLPTYKLRYCDKDSISPNLHCSVCCEVFTDPVCATPCGHTFCRECLYQWLGLKNTTCPECR
GRITKQNCHNDLMARKFLDEQDVYCPFRGCQWDGKHGDLEAHMGDCDCDPRRVPDFLNSSSLEDSQEDANSSMMGGALRM
ELLRQNNSSLLKAAEQGFFTRSTVPIEEILDDDDEEENDGYEEPTGEAKATTSALRVLRKLSPLEVPIPLSVKIPSFETK
SALMGLNYTTYNIKVEDFNRPHSVNRRFDDFVKFHEHISSLPYHRGSSRGSENGDGQSPPTLGSICSPSGDPLVPALPPK
QMFGSTLPAVVEERRPALERILQRAARREEVLSLDSSDSFWKLLELPSACAVVCRFLIPSGQRSCQRIQDLCGLLDPDKG
KEQYRLKHEAVVRCLLNIVDSEARGIISLPPPAFASVMDVLHFIVSDEGSPGNVGASENARKLFVSEGGILSLLRVLARG
GPEEAGNGDVVILSSDRPTVDGDVGPDNTTVRIDQAKRVLNGLIQASGEAFSGRLLETFQAYDAITVITEELLPVSKAHL
HDTIAKLLWLSLDEEFQGRRDATKQNRFGSLAAADYRVAAFRKPLPFGSCAGITPIFPNTNPRMLGSSSSVSRSTPGECV
AVDESLRGALQEHIASRRMRNAQDVEQQEGYLFSLVAECDARREAINKAVAPTEMNDAFRSFDKCLARYLQSIQDTDAVL
SKCRAGIAKLNSSAEADLRPLPELDPGEVLAWATSALELQQVEGEIAALNDKAEACDREARRAKKEAHAVEQRLKTITAD
LHALDARIISEGKAPGDERRQLADTRSELDAQLLQLKQVAASKRLEGNTLKQRAAEIAAGQGATVASSTVDRAQQARGDV
IVEEWVARMEASKKSTRQVHKLSTHLSTVGMRLQQNEKAAQEDLLAS                                 
>Pmar_XP_002764849                                                              
ENLRYNFRSVYMSSSSSSSSNTPGSDDDTKSGRSKSSNFECNICFDQASEPVVTRCGHLFCWSCLDQWLDRSGECPVCKA
GVTR                                                                            
>Pmar_XP_002788051                                                              
MTDQSDGSKSVGDNQYGEEENDKTISTFECPICLRLLVEPVTTACGHTFCKNCITKTMDHRQLCPSCRAPCPFIGSTNVM
VANLIQQRLVDNRYPEEYALRSKEVKELEEEEKAQSDTSDGTALGVFFPFLRLPHENVPFPYGNRQAFQVLDEEVNAARA
IWRGGAARSVVVQMEGEIVSGLLVEDELKDSMEEHIRIHRALK                                     
>Pmar_XP_002782696                                                              
MSAASASATRSPVVASQASAEILMVGHDLSPVVCGKRVRSAVITPNTIDRERDATRKLIKHAAEVEAASDDENDDHVSSP
AAVDLYTRLVDEEPIKRVVAHVEDDASPVSTVSSRGSPVPHLTQESTKDDFSCPVCCDVLVRPVDVCGCGHHVCRKHVID
MVTHAHGNGYKCPLCRKEVVVNNYDNNYDDIVVDNKLKSTIQDLGLYDESRRSSFRSSRSSTPLQERFNREFFEDETF  
>Pmar_XP_002781468                                                              
MDSSCLPGMISRRHACIEMADDSQWFITDLMTLNGVVVNGVTIEPGKRHSVTSGDIIVFGRQIRSREFEYEFRVGPLDNQ
RNGKPHTGQRSVEKRDESPERERPSTTSSSQATSRKRTRSPHSRSMRAKKAKRAASAADSDGDTYSSELERQLESIRQEN
ELLKERLQSVTNTPSKRSVVEPCKNQPTPMEKARGRLFADLECVICRDLMVSPATLECSHSFCYKCIEEWLTGGNFRCPV
CRVGITRSPTKTIQLQQVVMTTVETHGTESDQAEYDDRMKEHKAWERKQETDRAKLEDTIGSASHKGQQFFDIALPWNSE
DKARFQAGIRHYRSDARELYCAITGLTKAWIQRSSRDSLDVAMKNLKIGIIEAANAEDSSQVYYAPDDVMRRRLLLFTRY
C                                                                               
>Pmar_XP_002778246                                                              
MQKLSYLDGMHSCLMQGMYVGQMLNMGGKGTTFNNCEFHIVDVTTNGGSLGRSKGVPTAMKAVVVRATRYIFPGEELYVS
YGASFWNKQGVVCLEPPPVDLTTRWRPLISARVTDREACKSTGGYGSDLEDSSHTLDDPIHKLPLDEIKIDTDQLLNPTP
ESEEFVCKICHTYIVGCHPKITKCSHMFCGDCLEEWSQIQPTFRSWVQVARTAGQARNVPCPVCKTPLNDKKEIFSINPP
DPQRPECQSIWKMLSSLKIKCHYDPDFDPTGSCHWTGTYSTYQAHAKECRACKSGVVIAPNTTQPGFHTQTDKAGSDEES



EHEGQCQTAKIHTVMIPFEGAKANSQELGGHVISVGVHDQVSVDDKSENGLWVHGTNITRSSSEGWFPAYCLKRLDEYVE
SEGLVPSGAQPIANADREVQGSAAAEAAAKMPTVLAERASIIRDFDPHTIMIGSDSLDQFLPVSEGEVVVVWQRRARAGW
NLCVSGDGSRLGWVPDNRCKTIREGMGYAVTEAGVVTSPSARQSRPSSAHAGGGKMQHNAPSIASTYIARRAYDSNDRPN
ELSIMIGDIISIRGGISHQTINGWTLGTVVGQGGKKEGWFPRWVLKDQTKTAPTVNKKAQCAMCGTTCSAVNTVLYGSGS
QDSSIRQQHSRPAPKQTTKMDEFCSRKCWDRYVDAKLKA                                         
>Pmar_XP_002777275                                                              
MVDSDPEGCTICFDAYDGGVHTPMVLGRCGHTYCRSCVTSIMRRAGGNCIRCPECQRESDEACVVPNRVLLRQMSTSRES
PAVRFSPIEEDCSNDAALAAVLQMEEESLSGNWTPPSSAEVVEAIPNRYPMPSSSGVIDGPFGQSSFYSAPCPPRTTVEP
EAEEAVGSIESISEASITRMPLERPTTAKVVAAPTGPLGDADWGVGSRWGEDRRIEIASPREEEESPNVVWNDWWNDITN
NGCNWIWEARREGKIPLNIGGSAASSADAARPEHARAAECWRPLRDDNSRNLPRSTPAESRDPPVAPIPPRPSQIPMPAF
ADVTHERPNSECAGSLPPLPQVIPPAMSVLPGAMQPMESTSSIVPPRPQFSPPLARIGAGHVDQGGARAPRRVYPACRGG
KLAAMAGRGNSSSSHADASRGNSSNDDEGVGQTEMSGSMNRPAERGKLPPRPRKPPARS                     
>Pmar_XP_002770949                                                              
MQKLSYLDGMHSCLMQGMYVGQMLNMGGKGTTFNNCEFHIVDVTTNGGSLGRSKGVPTAMKAVVVRATRYIFPGEELYVS
YGASFWNKQGVVCLEPPPVHWPLPLEQILSQQYGGSDLEDSSHTLDDPIHKLPLDEIKIDTDQLLNPTPESEEFVCKICH
TYIVGCHPKITKCSHMFCGDCLEEWSQIQPTFRSWVQVARTAGQARNVPCPVCKTPLNDKKEIFSINPPDPQRPECQSIW
KMLSSLKIKCHYDPDFDPTGSCHWTGTYSTYQAHAKECRACKSGVVIAPNTTQPGFHTQTDKAGSDEESEHEGQCQTAKI
HTVMIPFEGAKANSQELGGHVISVGVHDQVSVDDKSENGLWVHGTNITRSSSEGWFPAYCLKRLDEYVESEGLVPSGAQP
IANADREVQGSAAAEAAAKMPTVLAERASIIRDFDPHTIMIGSDSLDQFLPVSEGEVVVVWQRRARAGWNLCVSGDGSRL
GWVPDNRCKTIREGMGYAVTEAGVVTSPSARQSRPSSAHAGGGKMQHNAPSIASTYIARRAYDSNDRPNELSIMIGDIIS
IRGGISHQTINGWTLGTVVGQGGKKEGWFPRWVLKDQTKTAPTVNKKAQCAMCGTTCSAVNTVLYGSGSQDSSIRQQHSR
PAPKQTMKMDEFCSRKCWDRYVDAKLKA                                                    
>Pmar_XP_002768266                                                              
MSAASASATRSPVVASQASAEILMVGHDLSPVVCGKRVRSAVITPNTIDRERDATRKLIKHAAEVEAASDDENDDHVSSP
AAVDLYTRLVDEEPIKRVVAHVEDDASPVSTVSSRGSPVPHLTQESTKDDFSCPVCCDVLVRPVDVCGCGHHVCRKHVID
MVTHAHGNGYKCPLCRKEVVVNNYDDIVVDNKLKSTIQDLGLYDESGRSSFRSSRSSTPLQERFNREFFEDETF      
>Bnat_135371                                                                    
MARVKSTRKPRKNKKIGGKIKEKRPKSTIIRPLIHMGFKLEDICRAINKVPDLDPTVQTVLGELIRVHDERERKSLEERS
DNKIFQPTPELIRKKSSEILEQNTKHREAKSSKDQNNDAGKPKTCKVCFEEIKSVDDNQTFTNGMRAELPSCGHYFHKKC
WRGYLKDKLESQIIAKEVTCIMNNCDRKLYVGNKMFDKYKNFVKQARLRADPNVRWCPNPKCSKPIHGDGGGHGEGEGEG
DDKCVYKSIPFPAKNKSTSTTISVCLKAPCLTLFGVQ*                                          
>Bnat_139953                                                                    
MEPEPPVAPSADASRAAAEDEDESKEKLLHIPFRELECALCLKSLFDPVTTPECGHTFCRACLSRAVREKPNCPLCRHPL
CKMDPKCHPVNSLIVHLVSKYAPREYKLREEETTVRKAEKKTKYGIFFAHFLRFVIMTGPDEGVGCFVKIESSRSTADGR
FYIDGKATHRCNVTNISYEEGEFGLQVGEAKIAEDRLLASSSSSSSPSSPSSSSLSSSSQPPQSSAPSSAPPSIQSPPED
STDEKKRLDEIVNNVMQEVGRYQRAVGSVEYSRITRENGALYLELYNRINMD*                           
>Bnat_142239                                                                    
MEGFGEEVILAGGLILVFSIGLVTFEWLLKRRRSASIHVEEENYVEDFKREEKLSEGKGREEKLNREDAFFDEKKEEIFC
SICLDAAQRPVETNCGHTYCSDCITGYWQHRNCQIPCPCCRTMVSILLPIDPSDDGTEHASAYNRRYSGVPRSFLEHIYD
TPMLLRHLFNRVTDGSGILWLVRGRQIFVLVGAVLYVLSPLDIIPESFFGTFGYIDDVLALFLGVCYIAFIFRQIYVN* 
>Bnat_52933                                                                     
MGFSTGNVLEKGSTLWKEFECGICLNLVEYPVYTKCSHVFCKGCLSEWLVQKADCPQCKAPLTSNDDVRPLREQAPLAWR
ILSRVRVRCPLHAQQCEWKGDYGDLHDHLSNSKTHTINNLSSSSDKQALERASAEAFKEQGNQQFRARAYNQAIKMYSKA
ISLAPDMFHVLANRSAAYMQIERFDDALADARASIKLNPNYTKGHRRLSQALCEMGDFKSAASHLEEHLKRLPDLAGDHQ
KVLQLSQGMADGESAMKEGKYVEARAIFKAVGNLTKSAVTPTLMSLRAELEMGICDHALRRSLSIIRTRRKCTDAYVVRA
WALYLSKDFDQALKHCREALRLDPDFGEARTLYKKVKAVFRAFENARDAFKKRDFTESARCFTEAIESADVSIHSPLWAS
LHAQRAQAYRRLKQWNECLHDCKIALHSQDDNKQAWITRASALIELNRPQEAEKEMKKLLETTFQNDTMVRHMLDKAAFE
VRKRKRPDYYELLGISRIASEPEIKMAYKKRALEIHPDRVAKEDDEAKTKEHEEKFKIIGEALEILTDPMKRELYDEGHD
KQAIEERVQAAQRAAHNHQNSHHHH*                                                      
>Bnat_129653                                                                    
MFVKSSLLFLWFQNDTWKDKKVLAELRFQLGETINYPIGLCMGLAGKAFDEPASDIDRVAMEDDESLECSLCLDTFTAAV
ITNCGHSYCASCILDFWEKKNEKEQDKKCVPCPICNRKITLLIPNYSLRAASAKLKEGGESGEDKKWNNSIEDYTKRYSR
TAEEKKASVGAIVEEVQNDYALLNHATRESICYRYLVRVTAVIIGLYFVSPIDIIPEAHLG*                  
>Bnat_75682                                                                     
MYESNERKARSPGPFIVFTHKIFSKGRGRGRGGIGRGSISREKKGAQTIISCTPNLYFSSGSTTPPSKEVMKMLVNNDNN
GKKDTGDKDTIAGRSGVYIKKAEIETLDPERLLPPAFSLLLWNPPPVLPRFCLTLIAAPDSPYQHKKLHFRITLKSIDAY
SRQREVPLTGCSLAGPTCRVGFQHISVDDHKVGERPKDCKKDGFPFRVCLFGGGVGSTCHKEAIYVINADDYFQKTFQLP
RIYLLTPRIQLHDSHFYRRNYQRKSKDCACFARRKSQYKILSKGQRDERPPAELAMASSSLEEGSEEEPDKCCICLQQVT
GRACVGTCLHSFCWDCIDHWTSIQLDQQIRGRNAPLMLEDSVKLKCPLCKSDYRTILKDIRSDSEYKIHNVTPEIRRRIA
AFQQQQQHSHRRQSSYNENRRRRRTEYEWGVGAVRRGDDYEGQREGGVGAGGSFYDSDTRSSSSSSSSHRPPSSQFSALP
YTLKVGGHQLSADANLRERQRFYDALKGISSNQVSGLPHSPPPFSLPLPNISALVPWLRVEIQAAVGGGAGIADPVLEEY
VVTVFETPPSSQDRRSAASVASSSRALTRHLRPFFHSELVVRGFLTRIRIKQQLCSSLFRAAQQWRRRGLGGGPGRRQGG



GQDAVGSDDDDDMFSRNSHRSDRTTRRRDIPLHVVISGRYGSHSGMNGLYACAGMHAGRPVYIQNGRGEAMGGEIWRWIL
RFYPAKSHWKIDYFPTPRDADNCFGFIVSNAYNPADTNDPGRGWSVWETEEGEWAIDRRIWISRVNGRRRNSASATISCR
QQRRLFELKRQLHERRLRTEGGEEDAKRRSRYSTSSSNRRRSTSHRELKRAETDRNRGRSSAERHCTMRRKRRGRGEREN
RAEEEDAIDDEKRGEGKKRGGGGRESLRQGRASLKNSKSRRLRGKEEAIRIGVATGKRRRIRAQAQEKPRRQRNHSPQSA
ERMAKSSTSCRNSNSSSSSSSSSSSNIGISSKVADSTRRLLSIAVVDQTKGGDNAGMVNHTTEAANRHDAAYEDQLRQVE
LEIARTRALLKAREIRARKAAMAAQKAGKSGISS*                                             
>Bnat_54114                                                                     
MATTRGRDLLKAGDIVSFQRRKVESTKKFSNKLLKGHKRQRLPASEKRSTRILRFTAGKYNSEIGRLPTNISTSITPLFD
AGYIDLSGTCIEAPSNVQIFSTVVLEVSISITSNFFRTLQAPDPEILRAATHENDPEDSSDKFAAVQNFLELLKFLGVKS
IQDANKRGLGIVQKSSSNSTDDDSSAARLTENQIKSLVDNSNSVAASLPMARQPDSLLCTLRGYQKQALWWMLTREHARV
AKEAKRHPLWDEFRLGDGTCFYVNPFSMEVSVLMPKNNCAAPGGILADEMGMGKTVQAIALMVSNPYCESKLRETLSDSP
TARKKGITRLCGGTLVVCPMSLIGQWHDEVLRHSHQNVLIYHGSDRCRSPITNYDVVVTSYGTLASDMKSSGANLHSLIW
WRIMLDEAHYIRNCGTESAKAVFSIEARHRWCLTGTPIQNKLDDLFSLLHFLREEPWASAAWWRKVIAKPHEKGDDRAVM
RLKAVLQPILLRRTKMMKDAKGKRILEIPPMKESIVRLKFTPQEQDIYDALFSRTKTQFDHYMRQGVVLNKYCEIFTLIL
RLRQACDHPILTLGRKRSEKEMDRELKAFYDNFTSRVELHDSVKGDGSKGSVPKKFVEKVVEDLKRGENTECPICLDIPE
NPVVTQCAHYYCRECVSSMFNKKGWARCAICRNDIYEVNLYKVPTADANAQARCGVGDWKHSSKTKRLVEELEDLKRKDP
SIKSVVFSQFTHMLDLIECPLKDVGFKFVRLDGSLSRKNREKVLHQFRSDKQTKIILISLKAGGVGLNLVEANHVFFLDI
WWNPAAEDQAVQRVHRIGQTRPVTVKRFIVESTIEEKILKLQNRKRNLAASVEVIKYNFQSDPKIIEN*           
>Bnat_91919                                                                     
MIKEMVAKLEKDDAASMFLRGKNAKRMECTRSNFCSTEQRSSSKTNTQPSLLIVHSPLLRAVKTYQLMIKPVVLQYRTTN
TTYSEGKDANIMSAITLSSRRPGAEHLPNTSTTLHVICSPLLSERTFKEHLMPKPFEKRVFEFEKWLDSRHEANIVLIGH
SKFFRRLLGNACSSPKFGNCDIWEFTRIYGIGERAMWKEVGRSSASEMQITMANLLARVSLFESECNDGVTGAFVKIAAF
PFSCDKYVMETCTPTFLVSLSLVPDLCQLWDCDFSGSLCFLHPELAKSSHHGFAILGVCQARTPCLQTPSEQSHGPHLHG
PLGHSSFTPTTTSLAFAETLPLLDGTKLEEDTLILTGFIRDESWTQFRTSFVNNEQRTMMKNHVSKVWKLTRHLQCAKCS
ALNWLQNHLIMSLGRIGYKLKMATGSAVPTTRSDSEKNQGSAESKSNSPESRALTLAKKDGFKCAICMEPYVSAVSTSCG
HTFCRYCIAIVVQQEATRKSLSTEKPLETQFPRCPMCRKEIQGNICGNPEIDNAMKTGQIWGTKAKIYCGVCSVVFDNDS
EKDLTESEKFQMVVNEDGSFVSDISWKENSTVTRINGTWDEKTENIQAKAFTTTWHSDVNSQWARYRPQHVKGIFPSMKI
RETESKIVPYEVWTGSLNSKSQGRFEVGQGRFEPKDSSTGRESGGVLLMQLQESSNFIEGTFDEDFRKYVAENKPEKEEA
SFLSSFLAPPKPKQNMRNGKQGGLAFAKLWAHSSPDVTAFKGETV*                                  
>Bnat_140541                                                                    
MIEPGGLPIEGFNSEDQSKLKDLVCLICQNVARDIVESTCGHVFCELCIHKWLRRSKTCPLDRKPLTRNNLHPAARDRRM
IASMKFTCPTCKKQMQARDYFVHYQDFHAPDDEPGISASFGSIRSFSPSVIVSRNLLTATIKMKPGDNPVRVTSASTLTS
VNIAPHVKYYEVKIVIPDPNLSFEIGICHNEKQYSVDSYGRTSCNKTSRYMEPWGKAGDIIGVGYDSKCHQIFFTRQGKY
ARPATVNVGSHPYMAMVQAQSKTPPPPSREAAGRSQDDVKIFDVDRKEANIDVEKEWEKVVESKAALGEARLSVNFGPRF
LFNLKEYARRSLPPSVSTAVTLTDTIHSQEAASFCPFCRMAISFPAGAQQIMCPYCQMVSRVLNSFLVIPHQTRARWDIL
CFTTSANSTSESYTSKIKDVLPNVK*                                                      
>Bnat_137260                                                                    
MSSPPTLHHLEPSGEDNHEDLTCAICYFHFAEPVKTPCGHVFCKNCLVKSFGFIRPPRCPMCRADCTAVRVFELKVVTEI
EKAVRRVDSEYKERASKAIAERKVWMQSKLLFPMLQTSSDSSSGGIFEVSGAGEDNVNGIYIVGNISSYLGPQLYYKPGT
QIYIFRWNRREWIIASLEHGFEALNRRYYKVDCNFVPEDTPPGEGWIVAPSGLGISPAPTVRVVQQGDRISPRLLQPLAQ
SANVSDASPSRCSPCSIM*                                                             
>Bnat_88963                                                                     
MKFGKILRENSKEGWLYLDYDNLKKIIKDGDSSSKSFKKLLLTDIVHVNQFFEKAKMKIVDEASKDKNYPEFSKLKELHQ
YAVLNYLAVLKILKKHDKHYFPAIREEVLEGFMQMPLYKAVNSPILFQSLEKSGSLPTGPDCPICLEPSITPVTLECGHQ
FCWTCLWNGDMENHVACPLCRKSQTLNPSEININDILGKFSKKYFPRSVEKKEPMPEGSRDSMTKANNESFLAVSNDMQK
ITNDMQDISLDVRTRESKIKIDYNPRKSRKPNHVGSLNELRYELHKDLCARTMLETSMVPVKQEVRSVRSMTWTAPSSPL
MSTFSEQEDDDCIFDLEM*                                                             
>Bnat_144771                                                                    
MSAWAGGWEASLTMTNRRFRLLSFGLRDAPPASFPRTMKRPAEEAAPAAPKAKPKFKKRKRKGNKRERTVHNLEGEVSEG
VKIPQLETRLEIQRRKNALISSTSNRKKTGQSVLDTQVSERSAMPAETADKHNSMTLTPVRSEKDKTKPKWVGPRKAPAN
VRSTTVIDYNPSLCKDYNETGFCGYGDSCKFLHDRGDYKGGWQLEKEWEEKKAREKRLLEGEDVSDEEDYTINSDDELPF
ACHICRDDFKNPVVTKCGHYFCERCALKRYVKYKGCAVCGQPTNGIFKTAHKLVKKLKKQEEAEKALEKGEAGEADKEDD
DDEEEDGIIKDVSSGIQGATSTGWAIPGFEGRFKPQKEV*                                        
>Bnat_81473                                                                     
MLWKQAKEGTSAKWKLNFKKSKLKGMGLSNDPLCDIMRPLFKDRGFSSDRNLCKSMAFRCNRCYANVGKSCYITRCSHMF
CYKCSKEWFTKHSKCPVCASHLKSERDLRNFRMNSTEISKLASETWGLSPSQILEVCASGLSFWENQKNEEIKYRQKQVV
HKDKRNREFVAAANQKLLKAQSIINAQRQKARVLAEEIRRKTEENRVLHEQLKEKSRQRDKYAELYNTIRGRSIQQQRLG
GITPNKPGTPYSSKSDVVSRRVIVHSSATLGQSSLDKFRNSPSIFPRWHIEQCLNFELPGFAALKNSHSPISAITASSPR
SVGNFNSTNSPIVRNISDTTVLNPYANIKNKRKSPHSHQGIVATSHRGSFSNSLNANQNPSPGSLNQLIHSSSRRHGLHG
TPRSRMGIRLQSSHSTPWRR*                                                           
>Bnat_145759                                                                    
MSQQLEEQQDFGSQAVQGHEQKQERKGDTDAKEGGGTPPQAPPGPAPGIKKADAAAEALENFYEADDEDVAAESKKVVMA



LRALRPRASNYAKLKVSIEYKYQTHDVWAAIMQDIMDYEADLPPEWAALFRNDGGLGASRGTTQSTVKQQQPVQRNTQFM
SVKTAPVMITKYNGKRGDDQARFEEFKLKIKESTYVTEKGYTTMEAAVQAISLREQEQDRKFTSPKVPGIGNINAIKPQR
DWYKDREGNRRCGYCSRKGKHTAKDCRDRKEGRPRMTIRQLNEHYEKLKRKKGRGQGYNNSKWQGSNNGKNNKYKNKKQN
SINAIQQQINGILDHLKQAPTKTAVPATQDQDKPMTLDDIKNLGVCNINDEDANRTIKVAMTKVKVKDSYGDYKKLPALW
DSGSMPKSFISLSTVRRLGLLDQVTKKERKYAQADGSSSMKTVGELMLKLQIPGSDAETQIKTRVAMTLSMELLLGQDAL
EKLGGIISFYNHKIYFAKLPKKSGRTISQNMIRLDEWTSESSVNALEFMDLADNKLPTPTELRKKNPGKTIRQITELLDK
TPPADDWDIDKGKKYINKILNENSDITKPTTFLACSICLETLNSENKSVIEKCFHSFCLPCIKKWAETDIRDRRKRNRAK
GRPEEDERAHCPLCKTSFTRILHSISSERDFKVINISSSSSTKTEVNHRSCYSSFAPSRVPYRRSLAGQDLIREFRRSLR
RQREMAAVIRRTDIFPNAGFDQPAAPAAAPLASVLATGMLTSTPSVHNIAAIHRHPTAPLARTMSLSSSGCNRPTSSVQE
ALQLEHRRRIYKRVRGLASAVTASASSSSPSSSSSSSRGRRKFDFHAYRNRNNTELRRWLNHEIYAATGSSDNFRLISRV
LRELDLYEQQHKGVIEEKGRGQTTYRSEGGTDQMSANGEPWNKDGTTASSLSRDYEATSSLLGRRPRVVTRAMELAISKT
FLGELEAEEEEEWQDKWLRG*                                                           
>Bnat_52194                                                                     
MYFRKVSIKVRTLNSDFTCPICLGILRDTMTVMECLHRFCRECIELSIRMGQKQCPACRTRVPSRRNLRKDEYFDSLIAK
IYPDLDKVSEEEENEINQLISEHNTGAYIESVEQGCRTQDSTRRTRVEFTGGGNSRHGSNRKGKSFRGRHVAKPKDMRIG
FRMQPNEDAKYPLPRLQTKYLRCLRSATISQMQSYLNIKFERKGPFEISLRKNRRIICQDHQTLDEIAKMAEGYTVITLH
S*                                                                              
>Bnat_85099                                                                     
MSNQLSNSSTPKFVRKELRTASRQDNKQNGERSQVQSRSKHGSRWKPRASAKPNTSHVTGSSSRQQKNTPQNAPPRGKSA
RKKNIPRGGKNHGGGGRGRGRGRGRGRGNWRERKKKSSIETSVPPLPPEEIRMVEYSMDSRREWKRPNGNENHVPRQGRN
LAHLVNFTYGETRPQPHYRRHTRTRKQPRTVVPFDKDRFVQSNYRFIVDSNKCDVDKCRNDPDYAVDWNVVEEVICTSTT
VPSCTICMDEPICPKMTKCGHVFCWTCLLQYMSSGKQTWKRCPLCFESVYPNALKSVRYDVVRNCEVGQRLSFALVERPR
WSTMPKWDSDPKSFEVIAMEDPLKSSPLHRVTATENIIPILSKEQSQLVALRRKILESENMVERADMSRVLPFIETALDQ
IQKRSATWCKEHTNQNSCLKVNPLSVYRPELDAWGADEESGAAETKASTPAKPKSKLSASAPEWKPAPKRQAKNGSSYFY
YQAADGQQIFLHGVNYRCLLHEHKDVDGIPNKFTAAKILFKERFPITEETRGKYKFLGHLPLTTEVTVCFIDMKGLVSSE
TLKQFREPLLNQKKKIMKLKKAQRLETERKKKHDRMIQQAPLLDMLFKNSNYAVESQSPELVAFDEAAFPDLVDAKLSDG
ERSTPSSSPVITGFKDVLQKGYVEKDWPTLLSAMAPPATTGYAPPDNGRSILKQRDSGSIPQTASRWPRGGTTNVAPSPQ
SALWPRNNPPPTSATSTSASSQPPLIKLTKKQKKSRKKKILLLA*                                   
>Bnat_33410                                                                     
MVRIQQRTLNADLTCPVCLGILRDTMTVMNCLHRFCAECIELSLRMGRKECPSCRTSCPSRRNLRKDPQFDKLIAEIYPD
VDKEETQQMEMTKKIIEQHNDTAFVKSIEKGGFASCLFCALQLFVSTHKVTA*                           
>Bnat_126423                                                                    
MPKRKKKARKNESSTSAPSTPAMKMSKKQKLKKNKPNGSSSAAKAKTTPPAQRIIGPMFDKKDLHCTVCLDFPEKEIFQC
ENGHLMCGTCHNRVIQGSNPFCPNCRVRLSRERLYRNRFAEAVLSSLMVPCKNKGCKEIVQYGNLKSHHLRCGFRKLRCK
YHPLGCSWEGIFNNLKAHQKNCPLKKARARDILKNVISRSKQEESKHVMEHSKLLAQKSVCELLSSHCGNICIRDVVIEK
DDICDGDHFIACSL*                                                                 
>Bnat_77332                                                                     
MVWGYTIFLREVSFKEFRGSVQKRVEEAAPPNVSRPSSQLSGDRKSSSIRTSSSTGSSCNSQDSSKKELMEMLTCPLCLN
LISEPISLACGHSFCRVCLCHALQRSKKKCPNCRAMYARVRVFVRVVRVGFLILSVNLHAANIMLANVARRTFPELYKER
QNEAKKDMSTFESTLPIFFYNNVLFPGSLLHLHLFEQRYRHMINRCISSNRKFIYLPNFSDYKASEGDLGLMAHVDECEF
LPDGRALLKATLQDRVKVTKSWVEEGTQGLAYCTFTPYEEENKAVDEQELKATVQLSNAFLEKVPGLCQQIAHHIGEQPD
PSSEPMRWSFWFAALVTTFSRMGHRAVVLLQETKTCERLKMAKKIFTSIVARSFTNSQQQQQEEGGGGSGQEQPSQTSSS
GNAADGGGSSSNEGARSSST*                                                           
>Bnat_146176                                                                    
MGYDVEDFVDEPCSELLCVICMKVLEDPKCCQDGHTFCRVCIRTWLKDNHTCPVSRRLLKVSGLTTVRPIGSIVDNLKVR
CRNRATETSAVATRSSKRLRTAAARKSGQLQGEVTCCNWIGTLSERKAHQEKNCKYHDVQCGTCADMVNRSQLVRHKRKC
RRAWKKCQYCDTIVYSTKLVDHWKTKCPEVAISCPKKCGEDTILRKNLSQHQLKCEMEKVKCPFHEFGCKTQILRGEIDD
HQIQAAEYHKRLCRAMANGKHQRDGRSNRHSGASPNIRPIYHFSPLGLRFRSPLRNISSSSSSSSSSSSSSSFSMDSSIS
MSSAPSNSAESENEENDSSDVSTHVTFMLSSSSEIEESSDDDDDENNNYYPHGSSDDDDGSDDGSNDNDSSSDTQNDSSS
TSASSVASHDVSSDHSDVSTQVSDGLSSSDDDDDDDDNSSDDP*                                    
>Bnat_141307                                                                    
MKSTKVGEIFASVVGNENFKEAGQVRKNDYVYLNWDKGYEVWEVMNRNENKSSIEQECKVLEGNTSLLNKTMVIKITILA
SPIEVPSIDEDITRALEEISRSDLWVSVRQKREQRRKKAMMKANKSENGINTIKQEHWQGNGIKGPMGLGIDEGAAPSMP
NGDSAGKGGGGGGGDNDSQIVKTEVHIDLDNDFDKLFSNSDHENLTEKEPSYRVSAKLYGYQKQGLHWMCEQERERRGGI
LADEMGLGKTIQIISLVAESARDKLNQLNMSGPRTTLIICPLSVITNWEMQAKKHIRLDNRLSIHTYHGSQRIKDESKLK
DYDVVITTYEIVRQEWKMGSSKTKGGSSSGDKSEVVVSEEMKRKQQRALISWQQACDVATRNGRNPPEKPKILRDMSGAG
SGGKKQRGKKSKSSSGKKSKVLDEAHTIRHRNTLMSQACVALKAERRWCITGTPFQNTIDDAFALLSFIRVDPFGNYPFW
SEYVSGPLKNQNNREEGMERLQKIMTAICLRRKKSDKIKGRNILPLPPKKDIIQKIKLSDYEQKIYDALAKSGKKKFRSM
MRSDILRKEQYAYVLQMLLRMRQACDDINLVPSKYHNGFISTEHLNWSEQILSMWENGAGDECTICYGKPEDPCIASGCG
HIYCKSCMEEAIEKAEKEEEEGGSGMGLMCAECDQPIQKNEILTKEQMDELKKQESEREKKRMENAKNSNFRSSKMKTLL
KALQKIGEMDRTFKAVIFSQFTSMLDIVKTNLNREGYKCVRIDGRMSNQSRKKAITDFAQDPRVKIFLISLKAGGMGLNL
TQANTVFLLDPWWNPAAEDQAVARIHRCGQKKPVNIFRFITQNTVEEKILDLQKAKQEMMTTALTRYKRRTKKQMKADRI



KRIKTLFK*                                                                       
>Bnat_80432                                                                     
MGVEEELLLDDGSKKAAEPFICSICTEVCGDVLRQNTFGGAYKFVSPLLLKPCDHNFCKTCIQEWMSKKKTCPKCNTEIT
SAQSLFENKFATQIYQKLRIRCRIGCDWKGTIAESAAHMSTCPKSKLKCVLCKQQVLRANMSDHMDNHCPHRAVNCKYCK
ELVRFSSLKVHYSTCREFKVPCSCGNMCPRKMIVQHCLIREGIVSMNRRNESNAGTTNSAVRRKSSSPLKDKRVDHTTNK
MRFNVVVRNGTKIASNNVGSEDEVSNITGHASTKNTLRPDASNASKIFASSINAKSMSWNERMAIKQKKEAAKEEKSFRK
TMMAENDLSKMTLAQKLAMKKKFALK*                                                     
>Bnat_86196                                                                     
MGTNASCPDTTFNFARSNLRRFKMSLPAKRGRRSEDTLKLLVEKVDELNQKNQRFPNVRTGEILQFSVVSVPRHFCLASK
DNFCTNESKKGLCHPIRGAIWGNNSNFAKKNERTLVCSAQHILTASSKLPPTYVGRYSTVFCDECKRMGIENDKKAFWHC
AMCEYDCCGKCSESKVFRILLEIRRNYSNGIKTNQNSEYTAATKFQILKANEFGELYEEITNGCDVLSHSAIKKIVLRQS
RRRRRRRDLLCVHSSSNLSPTTITTTRGGVGGRGGGGGGGGDKSFESKHKEVGRIGGEGIDRAREGGVVLRIMKQQESTT
REEKEEAGKEQLPEEEEKEMSSPSLCQICFDDSVNVVLTCGHEFCEDCLNDWTKKRNRESVCPMCREPLHDGVDDDDDDD
TKRNKKKRKWTSEVGWVLASEDDEMIKLAALALAKIWDKVLHSNKEVVPASAISVFGESMTIITAGNVDEVCRRISVTRL
NSIFT*                                                                          
>Bnat_71964                                                                     
MAGRGDGGAALATKLLGLLRCGVCKGVIQTAVALRKCSHTFCSLCIRRYLMQTQRCPMCRAESWDSELIPLRRLDAVIQA
TLHYSSREESTSHAATAVKRPSTKTATLQEAAKPRKIERGRISMYLRPKQGVKNVEKAATSLSSSSPSTSSLPSSSYSMP
SSSASAPPSMSSPSCDIGSNQSQRAEDVASSSAPSSQKLASPCTLPSKRTFSVEREAQTQDISEKSSVNGGEDNSEMIRQ
NDITTETSSSKIEVLCQNNFSLFDMGGAGAHGDPAAAGTVEAVQLLDSINSQKRMQTPTYHALSLKQTRTLMKQAGLPAS
GSKEEMVEKHREMVVRFNAHLDGADAKQLIDPVALRHRLAKQILRDHRSLGEGGASDPFQLSRRRGSKRRRGGGSIKDEA
TRSQDQFGQLVSAYCARIGYDLRKVRRKMRKKRRRREREHALAIAAEMKEKEEEGSAKVPHIGLGAHPGEGDISSHHPSH
HPAAFSSKNALAAVPSVEGKPITCAQTTPPALKGQFLPPSYSGKSEMLDEDATRNKGSSHSNIPSARLNCEGLPTTLRFL
SESRCCADNPSVARFCMHCGRDRISGRGPSMVTEKNQVSQLQTSSLSSRTQQSSVNSIDGGDCIGSSRGGSGGYLTSEQR
MRMLKSREAAKKKLKAKSARKQWGKIFR*                                                   
>Bnat_87511                                                                     
MNGRLTMFQEKKRATGKGKSGKRSNRKRNINTSSSSNDLGSGFECNICLSGAQRPVVTICGHLYCWPCLYKWLEHSSKKE
CPVCKAPVSAKTVIPIYGRGRPQTDPRKIPPSIPKRPQAHRPRAATVPSLYVNGGSVNSSVPGEDDGSGAAGGDYGDGSG
SNGGGGGGSGGSSLSRTLGLLPSLFGATQGPTLAAAANQALGQEFMREAQQEQLSRMLLFLGSLVIVCLLMF*       
>Ehux_194091                                                                    
MEPPPAPAAPAAAPVFKKRERNKNVRPRGGGAASSSADAGPEPEGSAVIRVAKAAKANPLVQGTASARKAAAAIDLLAVG
VQPSDARISTYDNKATASSEQDVPRDRDAQALYETAQKQWEDGGDRTADGAAVYRGQKAYRQYTNKAEDFTSQVMSGAGP
ARAPVHYRATAVMDYKPDICKDFRDTGYCGYGDACKFLHDRSDYKSGWQLERDWEEGVCTASPLEQAHDEALVAMGEAEA
APAADDGLPFACLLCREPWHKGSRPVVTKCEHYFCEKCALGHFKQTRRCYVCAEQTGGIFNHAKNIQAKVDARAEAQAAA
AASSEMTEELVAEYEASQKKAACRGLVLSLSLACAGNSAAARDLSRHAAAGASPAVVHDDRIAADLAQFAHDEKGSLSEA
FAAFQRKPEPKLPGQSGATKGKEGLPIRLGGDVRGGSLGDLRAAVGGFPLDPRNWQAPSRTGDCTAEEAGLVFVFAFTFG
AFLWGYLEYVA*                                                                    
>Ehux_94933                                                                     
MSEQSVKPVVVIAVGVIASMSFNTGYDIGIMSSAKRLMALDLDLSPWQVSVLVGSLNIVTGLASLLSGVAADTLGRKRLI
LLSSFICTVAVLLMGAASGPNAFAMVMLGRTFNGIGTGLALQVSQCFVAEIAPKHIRGLLGASFELFINIGDSRRILMGY
IGGWALSGLPVGTAWRLMIGLGAVPPAVVLLVMPCMPESPRFLLGAGRADEAERVLYRIYAPAEAAAALQEMQEEAAKHA
GAGSGAGLLTTARLVLCAPAPRTRQLAHAALMTAFLQQASGVEAATYYTPEVMEAAGVEDEASLQLATIAMGAVKVSVIG
VAAAVVDRCGRKPLLVASNAGIAAAQLLLSASFASGGMLWAALAGQCIFMATFSAGVGPCTWLLIPESFPLAARGVGVGI
ATFINRMAAGGIALVFSSLIRTLTPAGTFLFFAMCAAGAAAYTSACVVETKGLSLEEIHSEQPRSNGAAARAPAAAADPA
RTVLVRTRSPAPRARRVPANPVPQEPDGAPAAAAPAATPAAAAPAVAPAQRPWLRPRHRRWLKHGATSVLMSGVMVATLL
TAGASLSLAASIACLSSVALCALLSPSDAAAPTADPIDTGLACPICFDVLVEPVTMSCQHSVCKGCLRRLIDATPEWESV
RCPSCRSPLTREVPAGVNTMLQAQVETRHPAELAERRASERAGGGGGSRVTLWEMVRQRLAPGPGLGFLGATLGYILLFC
YFTIIFVATPLLVSVRYSEVRLCGAWVDPLWKRLFYALQLVAPIGNIALSVWQDTRVAEVSFWGAAASILMLSHAVDRSP
VPLYMPARVRAAADLSQATGNAMIAWQLLATLPSLCVLWTAAQSL*                                  
>Ehux_447569                                                                    
MKVCNMRSATSLRSAAQPVEDINFRRGESYPSIQEATTSTTEAASVTSSTQEATDELYVSEAGQEADDGAGCAASLDPDI
LCSICLDFLFEPLTLKCRHSFCRLCLLQASRLAPDGGACPQCRAEISFDPKTHALDQGLAAKIEEAVPPDELEARRAHTT
ATLEKMAAANSGPYPLFVMRGSERFAPGATVSLHFFEPRYRLLARRAWEGDRRLPPRCRSRPGSRTHASEPTAPGEAGLQ
PQAALLADVRGRGEALVRLGRSYVEAGSGGLWLATGTAQRLRDAIARGAPAYNRGQARRCADIYLRAAREELRVSGAASC
ARLVRDSLQAEEADGGHARERKEKAAAWALRHAFDHVLTWIAYDSMPSGCTGCSVC*                       
>Ehux_195249                                                                    
MKRCLPTIPPGLQSTSSDGVPILHGSQRSGRRVRYTVAPLTQVADGEAAALPATADPPRRSLCPVCNNVMVDPVAPPCGH
SFCSKCTQTLEHPEQGGKIECPTCARPALASSVRPSSMMSWLLGGVRVRCTAPGCGHESDRSSAGAHAAACPHVLVECPH
ASMGCAAKVARGSLAQHLAGCPFEACQSFMAATLRRLQALEADRDQLRSEVATLRNAVRWSEANQPMPCADCRMLFEWYA
DFRQRKIRFLREAASAKPPPGSRLSFEHQEPSL*                                              
>Ehux_195272                                                                    
MGPLRRGRSAARHAADAEDLLCPLCLELPASDVHCCTNGHNFCADCLGQHRESGYAGSAKCPSCRVALGDGTPLRNRDAE



RRIALLPGACDGCGLGMLRKDLAAHTAACPDVRVECPFPGCKWEGARRDLAAHTEASREVHLSIALGQQKRLLAAERILA
SVSVDVVVELFPASAAEEDWQGSVHGCAVHRKHIGCSLMQPVVAQPGFARFCAEHEASPPLPLAPGSRAMRLSASRLRRG
VPSPSATRQEGHLALPA*                                                              
>Ehux_197873                                                                    
MSREHIECDACDKPNATKRCSNCKLVFYCSAKCQRSHWPQHKPDCRSFHQSLAAELAYRTAPEAPGAQVPPQTTDTCGIC
LERLNQPVTLEGCGHMFCHSCLRNYQNFSPNATCPFCRAQLPDVDQHSLDRASMHTARAQKISGAEKQAQCELALAEVQK
ILDVDPTDLRAGHMRAEILLIAGDAESAVTAFKAVLELNSSNQNVQDERRQILAQADAAFAAGDDDEADRLMTMLEQGGA
SPKVFAGGKQGLLETKLKLAAAQQDMADWEAAMELYMSIVRDMGDDHTYGGPKLQLKLWMGMTRVFFETGEYERAICGPG
SMGIAMNRHYPGVHKYVALSEKASGDLTAAIRTASRAVLYEAPWDPDNKAENHALLNDLIAQRDESGSVTA*        
>Ehux_198666                                                                    
MASAAAMLRLIEAQYTCDAELELDAVAELAALAPAGSREQHMYASHLAKIRAWAERRAFEEEYRCTVCLDLMYEPSTTAC
GHTFCRPCLLRALSNTTRCPLCRTDLGVAVPCVNTSMWNALQARMPERCAARKKQFRQEDVAAIRAMLYSHRDRLTRGSG
SLNYFALVENEFASGSGFYRCRCPERFVCLRFPIRNPASRHRGRIAVGCPLAADSGCGYYMLVE*               
>Ehux_199519                                                                    
MSEGLKRRPSSSDLFDCNICLDTATEPVITMCGHLYCWPCIYKWLELRRESDGAFCPICKAEISSDRMIPFNASAVGDEP
GGEQLSPEQVQQAFLSRLLLLLGSFVILCLLLF*                                              
>Ehux_462197                                                                    
MTEKLLKKQNANLASAKANLQRELDDTAGQLRQLQSRLAQRETALSVLDRHWAQLELRLGAAKPRLAAGGDASSSAALPR
QTLLESLDSGAPAADLDDATRRRCELTAELAEAAASGSGAGDAAASVPPETSAVVAELAVAKDRALLLQRERDDTAARLA
GAHSELEQKTKSLEKLNAEVSNLKAAGGGGGASAAAAPEAAAAASSSDADSATAAAVAAASSAEMERLRSEAEAANEERA
AFEKLAESARRELIGAQQDVQRLRGDLDEARRRPPTEEQMRAMPQWRHMLEIGERGKQYMQANERLRADMAVLQQRHLAE
LARLEDVRSRLYEETRGEVENLSKALAQATAGRDAAAHKLQQQALTHRGFEERLSESERLLNLWRQEAVRLKNEASRERA
RLAELSGARDGALAEKETLRQRVHALELRLSQAPAADPTAAEAKHQDALVRLGGAEAAALQSSEELSKLQTENDALVEEL
DSIAKAFDESQEQNAKLLKTAQLEALRERTAAAERLVERDAEHKAALEKELRTARDTASKQEEAQRHAAASLDRAQAQAL
EASREAQQASAALQAEADRARRAGERERQSAGDAAEARAQKKAKEAEQVRDTLERKLKRLERSGAGAAAEPRGGSNEQLD
YYRSMVKCPLCKNSNKDTVITKCGHAFCRDCIDSRLSLRERKCPGCSQVFDKSYVKDLWLEYGA*               
>Ehux_448976                                                                    
MQGAAQGATAQRVPKRLLDDVWRVRATDDDCCAICLEAPAQPLILLCGHMFCLDCFQTYATHAREYDDECTRCPTCRSPH
APPPVGQVEAEQVERGDALLARAMRMDRSRPNFLPLLEGATRFYVAALDLHPYCSRAHAMIGWCRKVAGEDSLDAFEDSA
RACHGALPAFAIVTLWNQTILDWLGESESAQRIELVRAGVRACSWPQAVQREAAGTELPVAENAYRKACSAFEDLTLPRV
RELLENLLAHYHRMVELFSLVPIYLPLIANIVRKRITDAGLALVKKQSANAEGDLMAYVQELLDLDGVYSEIIGSTPGEG
YFNGDATFLKAAREAFEVFVNKDIGMSATAELLSTFCDNLLKNAAEEAAADRHLSSDPELRRLYQSVVGGGALSTADFWA
QRRGLLRAAMQREGLSTRRQQPTDAESSAATAAAAGCEQPEANAATVAFTLTPAMIARIFEKYPRVQRSFLDNDKLEKVV
RLFGYLSDKDIFVEFYRKQLAKRLLLARSVGASAERSMIAKLKLRCGAQFTSKLEGMVTDMNLSQDIQSAFAEHVKDKEL
ELDTDLTVQVLTTGFWPQYKSDELKLPKEMLQCVETFKAFYDSHTSHRRLRWVHSLGSATVVGKFTASGKSKEHDLLVST
YQACILLLFNEADSMTFSDIQGHLNLPAEELKRYVLSLCGGKYKILTKDPAGREVAPTDTLSCNATFSDRHQRIKVPMIA
PKMTQEEKDAALKQAELERKHVVEWAIIKVMMREKRVEHEDLAEQAQAWIRTRPSTGFHMARDYFDAMVVDLIRREYLEP
EAPERPPGSGSFYKYLA*                                                              
>Ehux_98349                                                                     
MRRVALASAALAFCLPAQWVAGVCIRFKTRGAPRGPVAGLERPGSETEFPDPKFDKLAPMCEDSNDWLDFAADNPALRGG
RRRKREHEGGAAARPPSPATQPAPPVPLRAQAPAAALRSPLRQVSNQAEAGGGGAAARPTPKAKPAERGAREPGVAWRAG
EIAARVAEVGEALDYYADKLLGAGAASIGPLANFYSDFACGVGEDRDAEGLRLLLSSSNATGYKGVFKQLSGRFWARRRG
VSLGFFDTAVEAAVAYAWAVGEAAAAGEAGPSAAAVGETSAVGGTADSGEGEPGGAGGEAAVAEAPAERQAAAVATEAEG
LRLHLSSRTATRYKGVCELPSGRFSARHTVGGRSKQIGNPFDTAVEAAVAYARAVEAAAEAAAAAAPVEQAAAAAAAAAA
AAAGGAEQAAPAVAAAPASGLAQAARFTCRTRDVAALVLARHGPLSKEQLLGCLQQFVQQAGEELKSLVTSLRELLDSAE
PSSRLGTLLCNNRAYQGDEATQPADASRRAPWFKSSRVGSGVSWSFEPLGLDRARPCDSTEILLEARQRVGSECERVLAG
INPPPLLARAPARTPLVTEAEEEAAAAAAAFAEVEAAAEAEAAAEPEAAAEAAASTEQAAAAAAAAAAAEGAAEQAAAAA
AEAEGEGPPPAPSTAAGAEAGAASAAIEEAQPAEAEPQRRQQQQQRQAESPQERSTWADASDGGGACAAAYVLTGGGSYQ
QRVCAVASGITTEVWFLPRDLTCTPCGQPITIPTPRPDENGEASGQLHLQLAQAAGFSGAAPRPERCKCCPRPGRICGFL
PHSRLAQHTEVRVVVRAVSEAATHAFVVVKYPVCPSCDAVMRAAAAQHNLTTVVRSPAGYHVYAPPGCEVTRDQHASAFA
TAFACGGANAVQPEFCSAMASAMRAAAADPPVGIAVPPCAPLRDARVSVTVADGATHAGSSLCPEFADFAAARPSTPEAP
VERTLRSLELLRRAAPAALAGCGALRLDPDGSLMEHQINAVAALGAAESGSATRLLVAPCGAGKTKVMLEWCRGRLAAGV
SAEGEPPAVLVLAPPTSLADLAEPLRRMDVCVCVLGERALDSSDESQRKRIAAAVSATLRRNGGMTSVVLMRHCDFFGSA
ELVAAAADGCGNLHVVIDEAALLMRTAYGRAVHDRRAQQQCLEAAKSIVAVSAVPCFDSAAGDVASASPLMQELLANTVP
MEHPWEKTYVASVCVVDTPMAAKSDMLGNSGLLRSSGGLSPAVEGAVLAAVHHAAGGGHRHILVATHLLDVAHSILTLLS
LLAAPATPHTVVVVDAIGPDGRRRAEQLIAAPQPPPQTRYIFVASVDANAAGTNAFGSCSALVLVGTPSWSLHDAVQLVH
RCARGPHGPKQINVTHVCDSEQMDEPQSALRRLYRRLAAVHADMWYKTMASAMVAAWTAVGGRLDHTYGQATPTCNLCFE
DATDPVASSPCGHAFCRECIRDYVDSSVATPGAPLQCTVCDNPLSTGPLSVCPLPEPRCLGRLIHDSCRFSAAPPLRGHE
RGVALHKPLSVLRFALLPAEQLKSGRKEAADDVDHAVRHAAAEMRVPSAARGEVVLARVHRLRELAQITGSIQTASSSQS
RPHAASVRSSSSADALSSGLANGSAWMWAPSRRASDWHTEGSPVKEEPVQEEPAGPAARCALLARSSALGTRSASHASSY
FSCSALPSSANCKRSACLAAALSNVSAPASAGTAAAYRGRGPSRASALLTALPSPTGTPHATGTRGSLPPALLEATVSAP
AARPLGGGLGLHHATSSSALKARTCETGAMTSAVSCSASGRGGSAAQGPASSPAVGSALSRSPLLSLPPPHDAWPTTTIA



RGPVGARHVSSRVPSLGEKVTTTRTPLVWKAVNALRPPARLPSSKSSGSASGRHTSSEEVGPARGETVEEWAQRIGANCG
WEEWRSAPLVAELSRLTGIWTARGYVLQNSPPRVTVSHCRCIISGWRHVFCKVLLTSMPAGWLSSVDAFNKMYKTAQKGD
RAHKESQDKSALCRLDASLSYSDAHRLAEECLELADTADSAAARYKWIQQWQYLCFALVGPRAQLLMVSQDYGHTTFRPA
FGSGEQYSAPLFKHAAYCRQPACLSLHHRSKNDQSHAPLNLIPARVTPLCPLFATGLLRLYQHGKEFANLAPPGWRDNKQ
AKVDWPALASAVNKPSEFVDSLYSEPLRDAARELGMSVEGGVVKALRQLNVMHTSANPDCSDADGARIAEHNREGRRDQN
YYTMHGRPTQLIAHYLGDDPTQAASLCALTELLTEHDDEMTELILWGLSKPYCDAFRAFQVAGKDSSFKSVTHFFETSMY
LMKVAVVMSRARIYSAALMITEDSPTPADAYKLVGSIMDLSFGGHSFLKTIDERLAHYETQEIRLGDTVLIPASHRFAND
KLLKASLRGVEKLLDKQGRILLSGDDAEKIQAAWESNQLSDLERSDIVSRAKGIDERAARALLGMATPLSESLRTGARLY
LTPWELDASVRDCEAERAADACNEEAVELCVRELKARGEWSDSEDAAQTFSLSQLRPGELPQLRPGEAAVDKPSSKRARV
EKAARGGGGGGGEGGGGGGGEGCGGGGGEGGGGGEGGGGGGGEGGGGGCGEGGGGGGGGEGGGGGGGGEGGGGGGGGEAP
LVTTQAIIDSKFSFLTTDGTLGEIVGRFVHQWLPLEFSGCKPKPKNVSDDNRRQRLCYQRDILYKALTLTIADGETVPRP
HLLRHVLHNKQSVARKAQWAKDVDKQLRAEMLRFVYGVSNAKETFKYDSAVLEALQAGIDASGTTSPDPALAPPAPVAPP
PPTQPAQQRFVALDPGITDSRYGVAVATVVSNDITRVQQTSFKPRAAADKSRQDIRVGSAIEMLVPMLRGAKEVFVEPYR
FAAGTASGADTSSYMRGAAHAAAYQAGAGRSSEVNSSSWKKSFPRKGESLLERFRIPPPACKDATDAVCILLHQLVVQSG
FSLAVGEYEAM*                                                                    
>Ehux_98532                                                                     
MKVEFPLPLGSLGVPRGWLHVLNRDEAAAAVADSAGLVASFVASGSIVCHRVETLEANESANEAEWLALAAAEIRQPSMP
SASGGGLLSATDLTLLRVVTTYREHLTRWPEHKWWGGVDGIEDELGPCDSHSPDCRARLSCDVCSLSLPGAAERGERPLS
QRGGRRELLALVGRLLSAAEPAVAGVSREGKRGSDPSRASLRAAESDPAVEDGGGLRCVSCAATLNGYRGVSRDSVEGGG
AGGGGEGGGGEGGGGEGGGGEGGGGEGGGGEAASSARFSVSALLESVSQRGAMNAEPPTDAAGVAALAAIAPKMRTTLHT
LPSSGSGAWGCPRGRRRLPESRQSFYLHAHTGEASTRFFAAPPPTTCGGMLCDDVGLGKSVLGLVLARPPPAGWSAPHPL
PRATKAVLPVKASLLVAPAALLPQWEAELHKHTVQGALRSATYVGVGSAPPPPPPPEEEEEEEEESVAAEGESQVRRPKR
SRSSVSRYQPGGVSAAAAPAGEADGGEEEAVEVLASTRPGLFVCGAGEACAVEECDVVFCSFETLRDELKVVSNSASAAA
VMASALWRRQAWVVTGTPVNSRLAELQGLLAFLDARPFSEPASFNALAALLRMRTLLSAHLLRRTKADPAVAKQLRLPPV
EWVTVGIELEARRRRGLDARDFESAGAFSSLVQARKMGELNGTLTRVRQMLCSPFAVNAEKVGGGLGKGEAAVLASATRL
PQRTILERLVAQASRDRDNAAVAHLRARAALYVAHVALAPHTLEVEAEEDPGAEVGAVAAETAEAAEAEEEEAADAEAPV
ASAKARGKRKAAGVAGGSTRVGKGKAGGKTKAGKAKPPAPRGPLAGLHGQEKVLAELDDLVARSKERCAAASSDEAVQRI
LEVRRQCAKCQRTPGTALKSAAAAAAAASEAAASEAASEAAGATVAASVAEEAVCGGGGGGEGGEKGNGVGEACAEAGGA
CSKGGSHAFRVVAPRRWAVLRAALKKLYLGKDAPWDVDDEREAKAAAAAERRKVVQDADGKVVKSRRQGRKDAQSEAAAA
AAAAASAAPDGWGRPAKRHPALAAIFTAWRRSGVDAALREGAAAVEGTARVLREKKSNESFLQAKLDRYDHGAAGAAGGG
VGGGVGGAEDGAEAEAEGAAAAAQVVALEAETCAWVVTPCGHAGCYECILQWVEERVTCPVCKQGGLTAGTLFEVEPAPP
PPPPEAAAAGSGVGRQPGSFGSSGAGGAAGTSSASASSASASSASPGGCGVPLGRDLDKSLVREYGSKIAALHQVVAAAV
ERGEKVVVFSAWTRLLKLAADALASAGIACASLVGSAAAKQEALRRFGAAGGLPLAAADGDVSRDAAAAGASGAGAGSCD
ALLVPLFGGASGAGGSGAAGLNLQVASVAVLLEPSLQPGIEAQAVGRICRLGQERATKVVRLIVQESIEPNILLWQSRRL
ARGAVSASGHAPLGLSDFVHVLGSGRSRGGGGARAA*                                           
>Ehux_309560                                                                    
MSVLEIGDECVLLDDVTCAICLSILHEPASLQCGHTFCSRCVQTALRRTAACPVCRQPASQVLAVNHLLSRLLTQTFPEE
TKAAAARRVEIAQDAARRPRPRSSVRSRLCAMHADLPAASLRQLLGVVASLVLVAALLALYVADGSMTSQSLNLSSQDSW
GGWPMRVGSGMFPPHDDEDDAFEPHASLVHTHGTIAIEEGTSLAPSTTLVYDDDIETPSRVTIDMSPAPARTGSLLTVDN
VEQALTRAQAELLRKANAAEAYRFAREHENEP*                                               
>Ehux_352712                                                                    
MKFGKTSDGLYEEIGAPVPALPYRQFKKKLKILRMGASGFLAEGGGSVPRSGDIDLAFWSFVSGWLARLDRQWKTAVRTV
LTLRGEDDPALSERAQALHAWAELTRTGVRKIVKKVNKLKGEGDLRLRPVLDYAFTRGFLRSQLEMIFSTDKRPSCPVCL
EALDPASLAPVAPAECGHAMCAPCFARIAGAAAEAEEAVRCPICRRRVRSPAKPLTAPPRRSPRLLSPPAEA*       
>Ehux_99606                                                                     
MSMRLADKDTVQLRFPVGTRVECNCGVWKAGTIVRHFYTQRDFDDGKCVPYQVRLDDGKLIFAPNDEDSVVRLLEQQPDG
GGSRRRAKKAPVLPQGANEPSRFKVGDKVEVKISRNSEPGSPRGVEMISAHSIAGGRWVPAKVAALRYAQDDWCPGFYCA
YAVHVHGDMTPDGIQYATPVREDDERCIRAAPVAPPPPPPRFEVGRRVECNGGQLGWRAGVVCEVWPEAPSGDLGIRAVH
VVEWGAGHVAWDDAKGVEAAYDLLTAGALRDKRALPRVGLCGDAAAVDALGDAVAACPSEARRVALMLEQVLATAEEATP
RHPLVGRRVRVHGLSGSAELNGQRGTAVRYAPERERYEVRLDDGQDGKSGTVGVRDVNLSPEEDPMVTCPICMDVRLTDP
LGPARKGPGEGSATVTLCCGKVVCKECHDKYMLGGMDREAQTFPPCPFCREPTGYMDEHADKRLERDLLKRRATHGDPLA
MYNLSGSFDKGHHGLPVDYQASAPPKRHPRALKRTREPLNATRERCMRRTWPQPLARSPQASLAWAALAAMVGGHVRAMN
NVGFALKEGEGIPADARRAARWFARGAVLGHISCVWALGKAYADGAGVARDFAAARRWLKRGKLMGDSPCAVDLSRLPAP
HGEELGGGGGASSPGSFHMPPLSTMPPELVQMMMGSPGMRWP*                                     
>Ehux_100259                                                                    
MSMRLADKDTVQLRFPVGTRVECNCGVWKAGTIVRHFYTQRDFDDGKCVPYQVRLDDGKLIFAPNDEDSVVRLLEQQPGG
GGSRRRAKKAPVLPQGANEPSRFKVGDKVEVKISRNSEPGSPRGVEMISAHSIAGGRWVPAKVAALRYAQDDWCPGFYCA
YAVHVHGDMTPDGIQYATPVREDDERCIRAAPVAPPPPPPRFEVGRRVECNGGQLGWRAGVVCEVWPEAPSGDLGIRAVH
VVEWGAGHEAWDDAKGVEAAYDLLTAGALRDKRALPRVGLCGDAAAVDALGDAVAACPSEARRVALMLEQVLATAEEATP
RHPLVGRRVRVHGLSGSAELNGQRGTAVRYAPERERYEVRLDDGQDGKSGTVGVRDVNLSPEEDPMVTCPICMDVRLTDP
LGPARKGPGEGSATVTLCCGKVVCKECHDKYMLGGMDREAQTFPPCPFCREPTGYMDEHADKRLERDLLKRRATHGDPLA
MYNLSGSFDKGHHGLPASLAWAALAAMVGGHVRAMNNVGFALKEGEGIPADARRAARWFARGAVLGHISCVWALGKAYAD



GAGVARDFAAARRWLKRGKLMGDSPCAVDLSRLPAPHGEELGGGGGASSPGSFHMPPLSTMPPELVQMMMGSPGMRWP* 
>Ehux_450180                                                                    
MRLAMAQRAVPAPEPDPEPAPAEDAVADAAASSAAADLLPVWVYVKEHLARRREQLWHALCTEYAARAGAKVDEIDRAVR
EALLQRFGPLETALAAAAEGHEGEAPEEAAAVLRAALAAAGGEAWPAELAALVLQGLGLDFAPAAAAKPAAAKPAAAKRG
GSAGKAAAEKAEERAEETAAPADGPSAYRTAAELAGEFRAKLEGAAAAQLEELCAPVADSSLAHDIGAAAPLARVSTVPD
APFVRSLLGGLECAICSALPEEPCTTQCGHSFCLGCFHDVCAQGTRRCPMCREAVGAISRYVAPNRVQAELVRQLTAAAE
QPSAPLQLGELRETLRCPACKLVMGGAVSAPTGDSFCGGCFTHLARGDGAALAPYVPDERARRALVGIRSKLRVNVALQS
AIEALFPAETRIAPAVRQRALRGEPLDGRPALRLARPARGGGEELTAEEREARRKEREAERVQALLAAGKDVYAGERDNA
GTPATSRFRMPDISHLCDGKGRPLKHNRSCHVCTQGNASWRGGFFQPLGCSKCEKIYCPRCIGNIQGKPYAEHKEEIDQF
IEEHKLSYECVCCENKCACQAKEFEPLEVISSSADKCAVLRVSAKHPFKPGDKVRVTGHHGSCRDDELKKGEWAVKQSLS
PTSFSIELDLRKGGGKGGKVEMVKLQKHKRWGWAGATGFGIQKDAPAGKKYCPPAKRPSGAKDAPPSKRQAAAGKSKVEA
KPAKAHLTKQWPQSSPARGRARAGA*                                                      
>Ehux_450230                                                                    
MVGFVSHAVTTVAEGRLPEGPSQELAFFGGQTYADESKLLALWSRCDNLSMLCSFATAALAALSSAEDGSDAVAGARPAA
GAPAPDADPVDTSLVCCLCFELLYEPVTLACQHSTCKECLRNLLRAAEDDEDLRCPTCRSEIDEAFASSVMSAGCRHNTT
LQSQCESRHPRPSWLAAVSASLCVLLQLQALALPHLLGDEALRAAGSLHGEAGWRTSAAIFLHTSWASLLMGMDLAALLL
TVHLGLYPAAMRAGVPWLRGSATCCGVAAVAAARAFVWAGGRLEAFLPAAALAAAVGLHHAVGLRLRLFDPAIGPQVALC
LASSLLCCSVAYAMLSSPSPEGGGEPQLTCAHDPPGAFAGESEASAAPLAPPPPPPLSLPLPLGLGVAVSLCTLPKFVLG
HSDERGSLLYRQTVTGLELSSAAFGLWHTGVSWLRSLLFGWALVCLVSSYTDWRSSRHFGYLAFWRPGDPQPRLMSAMYS
APVTVLVLAAYLILGRAL                                                              
>Ehux_451334                                                                    
MGLEGVLLDGQDNHAAEFTCAICCSLVDAPLLTRCQHIFCLACLQDWLATKPSCPTCSLELDPRHGAGELRLASPLAWRV
LGRLRVKCPLQGCTWHGEYTGLSDHMTSSDTHQAGAAGSATEDGGASPRQQSAARLQQAEQLKAAGNSKFEQRIYRDAFA
LYSKAINLAPEVPTYRLNRAATSFMTADYDSCIDDCADALRLDPALVKAHKRLAKALIERGELEKAAAALDAGVAACGGE
VLAEEVRTATQLCEWQREGELALEQGNATLARTFFANVLQKTSAVRCRLSLVRAELALGLCDRALRTTREVIKQDANASE
AYVLRALALFYSADLDQAHKHLKAALRLDPDDAEAGRTMKKVRKLERHVDAAKQAAFSRNFEDAAREYTQALETASAPQH
APLSASLYADRAATWLRLKDFDATLKDCAVAIYAQDDCTRAFVTRASALHHLGRHNEALQMLEGLMQTFGQDTQVSAAYK
RAQFEVRKERRPDYYALLAVPSVASTLEIKAGYKQRALEFHPDKNCETEEARAAAEAQFKLLGEALEVLSDDVKRKLYNE
GYDKAAIEERVQAANRAASNHDKDGCCRGGGCS*                                              
>Ehux_464489                                                                    
MDSAAAPEDDDALAATQEEDDALAATQEDAGGLAATQEEGGGETDDESASWGKLLSADGSVSLDCEEAEHSVGRAPTCSL
VLASQRVSALHARLRRGTPPTVEDCSTNGVWHNGARIGKGNLVGLHDKDTLAFGCAPGGGGAAFTFAAGASALGAGGAAA
GSSSLASEDHISCSVCQDILHNAVSLQPCLHSFCAGCVCGWLKQKKECPQCRCCPAECPQCRAPIVAASRNHTIIGILRK
RGRAHSDASGSDSDGDGDDDSDGGGGDPMLAQLMLARLQAQMAAAVASLTPCSGCGSLRAADQLRRLTEERHLPASLPDR
ALGNGFETAILTTQLAQRGSSLGAMVREALSAAADPADPRFRLPAPRGAPPGAPPADPAAQLCERCYSDALFSLAYQYRA
SLPRSELPQSVTSRPSCWYGHECRTQRRAEPHKLEHAARLNHICEPAPGRQRPPRPQPPQPLQPPPPQPQPPPQQPQPPP
PPLAAAPAAGLAAGTDDAPVVLD*                                                        
>Ehux_465367                                                                    
MPKPHALVALRRRYGLLAAKGNAQAMYNLGRMHERGEGGPEDAVEARRLYRLAAAQGHADAQFRLGVMHWHAEGGPEDCA
ETRRLFGLAAAQGNAHAQCFLGGMHDAGEGGPQDLVEARRLYGLAAAQGHARAQFHLGGMLANGEGGPEDCAEARRLFGL
AAAQGDADAQCDLGAMHDDGEGGPQDLVEARRLYGLAAAQGHALAQFHLGGMLADGEGGPEDAVEARRLYRLAAAQGHAD
AQFRLGVMHWHAEGGPEDCAETRRLFGLAAAQGNAHAQCFLGGMHDAGEGGPQDLVEARRLYGLAAAQGHARAQFHLGGM
LANGEGGPEDCAEARRLFGLAAAQGDADAQCDLGAMHDDGEGGPQDLVEARRLYGLAAAQGHALAQFHLGGMLADGEGGP
EDAVEARRLYRLAAAQGHARAQYRLGGMLANGEGGSEDCAEARRLFGLAAAQGDADAQGTLGAMHDDGEGGPQDLVEARR
LYGLAAAQGHALAQFHLGAMLTDGEGGPQDLVDARRLYGLAAAQGHALAQFHLGIMHANGEGGPRDDDEALRLYDLAAAQ
GDERAEDAASDLRAALAATDGEDEALASAPDVDDDADEEGAPMSADGLRVAGACVRALQDCNQHPLPPKSYECPVCLDTA
SESWPHERRWLGLPGCGHVVCSSCALSLANAGNCECPLCRQCWHLPKLQVGSRVTILYNESADDREETPPSSKGLAARSA
ASASPADGKGGGGGGLPFASREPASDRISFWKRATKLLHRRSGRVEALGDASTRRAVAVRLDEAVGDESEGTGLEVAVVG
VPEPHLFIVEDDALSISPSMADALARPTAYSLVQLEALKLLPPALVHCSACEARLPSSAFSKNQLRRQDGRCIACVDSRI
FAPSPPLLSPPPDPPPAAPPPAAPLPPTSGVEPGAELAEAPSPVDAALVARIAELLGLEEALQEDGAAELIRRANTLCEI
DGEGTLQQQAEVALHVITTGAQPPHSPSPLNPSPLPSREATASPAPSSLSFSAPSSLGFTCLGTENLSKMAMSFFKSDAY
LVAQRVAHMALEEAAAAVGGESEKEASARQRGVSLSRNVLAMAADQLAQQGWAETLALNEQLARNVSNVLSAARNVKESA
MDAAGAADAQLGDVDLLSRVGEDERRKLEAKRAQSTALLERATELIRSLEREAAETSDGKSAAMREELQVLQLQIESIRD
ENLQLQAELARVQSERDEAIETRDDMLSTMDQQPAGAADARGQARAEQPDCRAPSEKLKERLRDGHWTLCRQGGGHPVYK
RTVVLQDATETTVQVFSHASTPSDWRSMHNALSELRAKDNGVLQAMPLADGAQPALFVRLDELHKERIELERQHELRMER
IAEEIAMIEAKFENAYG*                                                              
>Ehux_465472                                                                    
MRLVALDDDVSSNHSSSHDPNEECAVCLALLFRPVRTSCEHLFCSACWDQHAARSGDDSAEPPAPLCPLCRTEATVAPDL
GLGLKLQQQHPAEWARREDSFRKQGVLRARCPAWEPAVPARAPAHLTFARQTPFADSARMRPPRCRSLARSPLSRAHPSR
ACAARAPSRSRPPCSCGSGTRLSRWSTPPRPGCTSCSGWAGSRWTTSSSTPSAATREPPTRYRTQHARS*          
>Ehux_224927                                                                    
MSRAASAATSISLRCPICWDTFCSPVLTPCGHRFCEACVKTALTVKKECPSCRQPVKSHRALRVDTAFFAATESSGVRSA



VAAPLLDECLASCDAEWNCRGCTLANPAAAERCATYRGEVASVNNDGTFGVGRTFGVAYEDGDEEEAVPLAELFHPAAEA
GRPAHSDEQRLTAARERARRQTPTVGFRLAGRVYKHGNKYRARLDVPGGEGEGGGKSRYVGSFDTVEEAAAARAAAAEEQ
RRSDEAARAPRLARQAEAARQQAISEGLQLEPSSSNTSTGFRGVVVYDAGKRSLRTCYRAYNAMHWQHRGADDHAGQNAQ
WISGTFETPRDGQDREAGAGSEVQKL*                                                     
>Ehux_440390                                                                    
MDMEAAIATIQRAWRQRRDDACLCAICLSDASDPVAWDGCGHSFCRTCAVRWSKACKAANHPLRCPTCRTRGTASPRPAL
KIPDQRAVILPQGASDLVSRNIASLFRRMRDRTPFSLPPPMRRRRSNFVDDTSYSRRVLRV*                  
>Ehux_467421                                                                    
MAKSSDSEWSGSDSDGGSDDSGSEWSGSESDEAPKKKRGGAKRPAPPKRSARPKEDKALQRAIAASLEPCKSGEGGGSSS
TAGPSDQAPSRPEGWREAPKNHTGNYSVEYAKTGRAKCGVCGELIPHRSLRIGLEVEESGWGVITRWQHLDCTRLPSAFC
EAPLGQGASCCSPARLAALADESELTGLDELLTEADTARVREMLAATSPVAALCEVEVDKEVEASASLWTTQREPPATLT
AQMLPYQKEGLGWLCAQEEGPIGGGTLAGEMGMGKTLQAISLLLERRSTDWVAGTAAAADAPARKGKGKAPMSATAIAAP
APTPEDVAEAAVRQKLVRGGTLVVVPVIALKQWEAEIKRWTAAGTLTVCSYHGPKRESLPDVLARYDVVLTTYNTVEYDF
RIAQAELQVKCAYCSRKFKNDQKLAFHHKWFCGPTAKRSSAQSKTRKRKKRSSLASMMLGEGEQEESDEEESDEEEDDDD
EEEDDDDDNGKRQRGAGGAAKAAKGAKGSKAVAKAGAKGAKAAATGNRAKAKAVAKDAPTKGGAKGEDVEMVVMPGNGGK
GGKGGAGKGDAKKKKMPAKKGSGGGGGGGGGDDDDEDEEGEEGEGGGGGGDDDELEAKNVRAQRAKERREKLERVAQKST
LHRLHWFRIILDEALPSTFPRRGSFSADRRCSTAQSMMALHAQHRWCLSGTPLQNRVGELYSLVAFLRLEPHAYYFCKAP
GCNCKCREYRFDANYSKCEYCGHGPVQHYSRFNRDVVNPIRKYGYIGAGRNAFVTLKREVFDKSLLRRTKEGRAQEMVLP
PKLITLEANFLDDTEMDFYQAIYTQSQAEFGAYVQAGTLLNNYAHIFDLLTRLRQSVDHPYLVMHSKRAIEEGGGGAAAT
PSAPICNLCYEDATDPVASSPCGHAFCRECIRQYVDSCPAGAPLTCASCSLPLSVDLNDAPPAAGSPEADGASRARRGIT
PEEPLTQGGGGGGGGGGGGVRLKGILGRLDMAQFRSSTKMEALMEELHAMSEADPAAKAIVFSQFVSFLDLLEYRIQRAG
IKVVKLNGGMSVAAREGVLNSFKDDFGTKVILISLKAGGVALNLTVASHIYLMDPWWNPAAEYQAIDRAHRLGQHKPIRA
VRFVVRNTVEERIIRLQDKKRLVFEGTVGGDIGSLSQLSEDDLRFLFQN*                              
>Ehux_363109                                                                    
MKFGKTSDGLYEEIGAPVPALPYRQFKKKLKILRMGASGFLAEGGGSVPRSGDIDLAFWSFVSGWLARLDRQWKTAVRTV
LTLRGEDDPALSERAQALHAWAELTRTGVRKIVKKVNKLKGEGDLRLRPVLDYAFTRGFLGSQLEMIFSTDKRPSCPVCL
EALDPASLAPVAPAECGHAMCAPCFARIAGAAAEAEEAVRCPICRRRVRSPAKPLTAPPRRSPRLLSPPAEA*       
>Ehux_229261                                                                    
MQGATAQRVPKRLLDDVWRARATDDDCAICLEAPAQPLILLCGHMFCLDCFQTYATHTREYDDECTRCPTCRSPHAPPPV
GQVEAEQVEHGDALLARAMRMDRSRPNFLPLLEGATRFYVAALDLHPYCSRAHAMIGWCRQLAGEDSLDAFEDSARACHG
ALPAFAIVTLWNQTILDWLGESESAQRIELVRAGARACSWPQAVQREAAGTELSVAENAYRKACSAFEDLTLPRVHELHY
HRMVELFSLVPIGLPPIANIVHKHITDAGLALVKKQSANAEGDLMAYVQELLDLDGVYSEIIGSTPGEGYFNGDATFLKA
AREAFEEFVNKDIGKSATAELLSNFCDNLLKKSGERLSDEALEDKLEKVVRLFGYLFDKNIFSQFYRNQLAKRLLLAPSE
VDSAERSMIAKLKLRGGSQFTHDMEGMMTDMRLSQDIQSAFAEHVKDKELGTDLSVQVLTTKFWPQYKSDELKLPKEMLQ
CVEAFKAFYDSHTKHRRLRWVHSLGSATVVGKFTASGKSKEHDLLVSTYQACILLLFNEADSMAFSDIQGRLNLPAEELK
RCVLSLCGGKYKILTKDPAGREVAPTDTLSYNATFSDRARRIKVPMIAAKMTQEEKDAALKQAELERKHVVEWGIIKVMM
REKRVEHEDLAEKAQAVIRTRPSWTTSWTNFTLARDYFDAMVVDLIRREHLEPEAPEHPPGSGSFYKTSSDTGGSATQEW
SGGLPS*                                                                         
>Ehux_229422                                                                    
MPARDTEDAVDSEPPVPDELSCAICLDLLLDPCTSFPCGHSFCAGCVAAWMERGRDPCPTCGTPMAHVALSFALKAAVER
HAGRSGVAAHRARRDTPEVTAFSRSAAPPTRLDERIVAAVLGRAALPAEGAQGGAAELAAAPLLPPAAELVAFLLAPRKL
LALWFAAFVGFFVFFLQQNLWALTAPPARATDAAPAGAGGGEGLGAHPAADSPLDALDALDALDALDALVGVSSVSLFLS
CLALAAARQHLAGVLQLPRPRGELALPLLAVAATVLLALAYVGVALSTPLPDLPLPDLLPYLTAQAGSDAAQADPAQADR
AARCPQWASGGECVNNPSYMLEHCAASCLHAGRGPSQGGHGPAAWLAGQEGRLAGADSPMAKLLRTYEAEGAWRAYSETT
MLLLRTTLPSLPMLAAKVFAVTFVLVYAVIRLAPAHRLVRWHDPAAAGH*                              
>Ehux_230858                                                                    
MSLLSQWHENLLAHAGGALTATVYYGQGRDKSGATLLDHDVVITTYGTLASEHSSFAASEAASAESAAQGKPGPFFRAVR
KPPLLAARWRRVVLDEAHTIKGRATQQAKAAFALDCECRWAVSGTPVQNALDDLFSLLHFLRLAPFDDYAYWRQNVLQPI
EERQGAEKVVAAFGLLRGALDPLLLRRTKSTRGADGQPIVALPPRATHIEWLLLSEEERDFYDALRTQSRVRFDAFVAEG
RVLNNYATVLHMLLQLRQACDHPYLVLARSGADADISRLGARLLRQWQSEQGGDSQPSAAASAQFLERTMRELESAGGGP
ASDAPSECVICLDQFDDPVLTRCSHTFCRECLLGCLGPAGRAPCPVCRELVERGSLVTVPGSRFAVDLDSHWKASAKLEA
LMADVRETLATPLPPPAVPAVGADEPPDDVGKLVIVSQWTSMLDLVQRPLEAAELRFERLDGKLSQPARASVLKRFAARD
GPRILLLSLRAGGVGLNLVSAQTLYLLDPWWNPAVEEQAVNRIHRIGQRYPVRIKRFLVQDSMGVEDFKFLFH*      
>Ehux_113129                                                                    
MSGEWLLRLDSSLSPRPTRPATIGPIAGGRSLVVGRDPSRCDVVLDSAAFPGLISRQHATIVLEESGPVLRDSSLNGVGV
DGGRTARGEAQHVPLRDGSTLVFGVRGSATEFVYRVAQRQTETNPQATAIAPEGSEEIHTLDTLGGSDDDDNGCIGPAVA
SDGGAPLASAAAPAAAPEELMVEELQCCICAELLVRPCQLRCSHSFCSPCIYDWERRSRTCVICREELEEAPPQPVRLLD
GLTQKLAARCLSAEEKEEWEGRAADWDGRASQARQVWGTLPPKPAPAGPPVHRHVVSRVGSGGAVSTCRRCLRPIAAGSL
KLGVRSHIPLFNHTVVSWHHTSCLPLPAALLADGDRCATEADAAALLDERLDGATTVLAPEERRALAAQLLADPPPARSK
AAAAGRREGRQQGRREPSRNVAPRRR*                                                     
>Ehux_314743                                                                    
MAETPVSSNLNLILTSSSSPDEAKLDARATDACERTLFKVPADGYIESSRSPAAPGCLAFCLSAERVLDACWVRPAAEEA



GPSTPSAAMCDSCFEDTADPVTAACGHAFCRGCIEQHCPAGAPLTCLVCSSPPPLNAATVVTVEGVVGS*          
>Ehux_442940                                                                    
MDMEAAIATIQRAWRQRRDAACLCAICLSDASDPVAWDGCGHSFCRTCAVRWSKACKAANHPLRCPTCRTRGTASPRPAL
KIPDQRAVILPQGASDLVSRNIASLFRRMRDRTPFSLPPPMRRRRSNFVDDTSYSRRVLRV*                  
>Ehux_239943                                                                    
MTTSKALGKRPVSQRPSAFDVLLNRARSHLECCPGGVAAAPPFAAAAAASQNSAASSVASEVACPSCGSYFPTEAAVFAH
LDEREVCGESEGPASGGDAVALSQPPTQLAPKSIEALAAELRCTVCMDIFDEPTFLPCGHNFCLACITDCFRIMSQMCCP
LCKAPTWRRQVTANHSLASIVAAYRAIADAHQS*                                              
>Ehux_242540                                                                    
MVVRFVCDKSIPKARAVLTEATGGSLKYNLTEEIRLLYFEQRAKTYIEEDFAPDAFAYDNVEGTRQASGSHLECCPGGVA
AAPPFAAAAAASQNSAASSVASEVACPSCGSYFPTEAAVFAHLDPPTQLAPKSIEALAAELRCTVCMDIFDEPTFLPCGH
NFCLACITDCFRIMSQMCCPLCKAPTWRRQVTANHSLASIVAAYRAIADAHQS*                          
>Ehux_459230                                                                    
MASATERPIETGAGALSSVEIDVLNLELRCPICLELMSEPVATACLHRFCAGCIEKCLRIGKQECPSCRRPVATRRSLRK
DTNFSKLISTFYPDLQAFMEQERLRSQALSEEHRGRHAQQMRMLWGARRAVAADASHRNLTPRAPLAAAPGDGDGESDGE
GEEDSDGEGGEGGDGEGEGEGEEDEGEEDEGEEDEEGEGEVAAGRAEAAGGEPAGGAAGPANGKAALPRAAALPGHSLGG
GSRGEAGEAAARRPVGLVLRRHPLEESLDPLTKDYVTVDKAAALLAEGAVNAECLASVEAAPFEACYAGAWWQAEGGGEA
LEERVGSAKGLVCACQEPLASLGHQRA*                                                    
>Ehux_470695                                                                    
MQGAAQGATAQRVPKRLLDDVWRVRATDDDCCAICLEAPAQPLILLCGHMFCLDCFQTYATHAREYDDECTRCPTCRSPH
APPPVGQVEAEQVERGDALLARAMRMDRSRPNFLPLLEGATRFYVAALDLHPYCSRAHAMIGWCRKVAGEDSLDAFEDSA
RACHGALPAFAIVTLWNQTILDWLGESESAQRIELVRAGARACSWPQAVQREAAGTELPVAENAYRKACSAFEDLTLPRV
RELLENLLAVSTRGGCGSSSGGGGGSSGGGGGGSGGGGSSSSGGGGSSTTTLSRQHYHRMVELFSLVPIYLPLIANIVRK
HITDAGLALVKKQSANAEGDLMAYVQELLDLDGVYSEIIGSTPGEGYFNGDATFLKAAREAFEVFVNKDIGMSATAELLS
TFCDNLLKKWRSSPRAAEEAAADRHLSSDPELRRLYQSVVGGGALSTADFWAQRRGLLRAAMQREGLSTRRQQPTDAESS
AATAAAAGCEQPEANAATVAFTLTPGMIARIFEKYPRVQRSFLDNLSDEALEDKLEKVVRLFGYLSDKDIFVEFYRKQLA
KRLLLARSVGASAERSMIAKLKLRCGAQFTSKLEGMVTDMNLSQDIQSAFAEHVKDKELELDTDLTVQVLTTGFWPQYKS
DELKLPKEMLQCVETFKAFYDSHTSHRRLRWVHSLGSATVVGKFTASGKSKEHDLLVSTYQACILLLFNEADSMTFSDIQ
GHLNLPAEELKRYVLSLCGGKYKILTKDPAGREVAPTDTLSCNATFSDRHQRIKVPMIAPKMTQEEKDAALKQAELERKH
VVEWAIIKVMMREKRVEHEGLAEQAQDWIRTRPSTGFHMARDYFDAMVVDLIRREYLEPEAPERPPGSGSFYKYLA*   
>Ehux_252320                                                                    
MVKCPLCKNSNKDTVITKCGHAFCRDCIDSRLSLRERKCPGCSQVFDKSYVKDLWLDSQSSTGHNHALHT*         
>Ehux_259161                                                                    
MVAAQVSAQPNKAGGTSAVDAQMSVLEIGDECVLLDDVTCAICLSILHEPASLQCGHTFCSRCVQTALRRTAACPVCRQP
ASQVLAINHLLSRLLTQTFPEETKAAAV*                                                   
>Gthe_132400                                                                    
MLAEDFEDELTCPVCLMLFTDPRTLPCGNSHNVCLECARGLWRNQTVPTLTINCPVCRATCSLANGVERLPLNLALKNMV
EKLEAAQKGKTAKKTSIRKKFKCDVCEKKPAVMECVTCVVKYCEACLETCHPKERAVFKAHVVTPMEPVSNRECDTHEGQ
ALSFFCTQCGVMVCAHCLLMGAHIEHPRISLHTAVQERKTQLQEGMELLKAKRNAVLEFTQRADASVQELELNCKQMRDQ
VKRECYELRDHVSKLEVKLHSVIDSHEREKCAVLMGQVEGQRQKLTIWSSLLDRAEQIVANEDGAVFLDVDTHKLDKQLR
RGDFDLVAVDMELPGVVESQDESNSELFSVEDSEFALSTAAARDRGVKSKFFQQECRDSTSRSLVLAWAGEPAKRTQHCT
YVLEMSEAEEENRVAGNANVSSLWQEIYSGHWRTFLVGDLLPEQTYRFRVCGVNALGRGDYSPVKSFTTPPQTEEEASWP
ADGEVNDESQSACPLVEV*                                                             
>Gthe_57781                                                                     
VFQCPVCMHVLNNPLVLSCGHRFCNSCVSAAAYFGQHSCPVCRKECVLNDDNIKIETLLGRFLQNHF             
>Gthe_66750                                                                     
MLRPVREAVPNATVRIPRKVIDSDFTCAICMNIISETTIITDCLHRFCADCITQCLRHSKRECPSCRTPVASQRKLVRDA
DFDTMICKMYRDVSELREIQDVKAAEFAFSDNIKVLS                                           
>Gthe_105636                                                                    
MSCNVDDSDEIFDDDDDDCSMEVCTKDSHHSGPSNMPESCYVKLTADDIVKEQRKLIQNVVELTKLPGHTARQLLQEMKW
SFENVAVLYYDDQDKLFAKAGISVNGEAIDAVAVRGSSGSFVLDQQTITCQVCLEDFEREEAEKGMSTASGCGHVFCNAC
WVRHITTQVKEGQAARISCAGETFVEGKRRRCNIILDECFVEELLRGSGGSAEILKKYQTRLIDSYVNNNPTIKWCPATD
CTNAIRVTDSFDPSSFDTSVECSDGHVWCFNCLDEPHAPAECSNVKEWRKKCQEDSATSNWLVAYTKDCPNCKVAINKDG
GCNHM*                                                                          
>Gthe_105656                                                                    
MFILPFLSHDDIQRDNRAVAADDEDEEGREGAGAAGEDGDAEGKLYKGASNYQKFIVKRDVLDRKATAVGPMKAPSNVRL
TCRFDYQPDLCKDYKETGYCTFGDSCKFMHDRGDYKSGWELERDWKAEQEKKKLDAALAELEGDKPKEEEEENDGLPFAC
AICRGPFNNPIETRCMHYFCESCALANYKKSKRCFVCNEQTQGQFNTATKIISKLNRLEEKRQKRLAKDEYEKEMINQQL
QQAKFKVEQGWTIPGDTFQTGKEI*                                                       
>Gthe_151767                                                                    
MIDPRPVVPTAEQHSSPQSNSFCALCGQTVGTLEVTTECGHYAHSSCWQQHMAKHADLHKKTITCPVCSTNLNLRQLEHA
HASPHMKSSHLNSISSLDDHLDDGLYPKCYQITDGKSHSNFDEDEIDSSVDTSTSSCPEEQSFL                



>Gthe_137758                                                                    
MPLPNAIELQRKMPPSREKRRSKRAGKPDQQPVAKTSNIASSKPSRPFTTPAPRKGQDASHLLNFRTPERRTDMSNTGSY
RRRGPKVRYDKDRYMAANYHFVVDGSQNFSVHLAVPDKAIDWDFVREVHLSEEGCYQCPICLEPPVAARITQCGHVYCWP
CVKRLLSVAGKNYAPCPICTNIVTGTLGQLKPAVVHMHEAISVKSEVTFELMRREKGSMTPLKASSFTSDTLGCMNSASD
IFSGLTNGCPISVDRADARFSQMSSVKNSKHILERERSELLDALQLCHSSQDLEMVPHIESCLRDLDVQISQDERIALEL
DPGSTPIPVPSTPTSSSALNDSLRSPTDSSGLTRSGSFSKRLWVNGELHDVEYSDEDFDPEDDYEYHYDETCDLSVAACD
GFGGDETESAATDVSTPDDTHEILDSSVNISKSESDRVIEGIHFFYQSSEGQKVFLHPVNMRCLLEEYGSYLHLPHSIKA
NVIEIERFTQNDESRKRYKALEHLPLGAEMRFVEVEIAPLVSKDTLKRMQPKLQERAKSRKFRAKREAQLQARAEKQKQK
DMNKVAPPPDDLLTGPSLLEAMAAAQGHMDDDALCALLMSEEHSPPLPSQMASTYGEITSGSPGSAGPKWNELVREGPSF
RQNQAQMQKYEHSNENYLGSTNANHTSSFDGEVTEEERRRRVAEARDRLN*                             
>Gthe_108355                                                                    
MTSLQQTIVIVEDDDVCVEATDDTRNARDLSRRVRRKRKRGLIDIDALPMELGSSQVVDLTSDDNVRANVATSSQSSVPP
SPAKREASTAGASDGPVVDKDSCPICMEKFKSKVATKCGHLFCNKCIRKWISEVHSGRKCPKCRKRVGVSDLRPIYE*  
>Gthe_109441                                                                    
MNVAKCSSCKQTTLCLEEGGVLTCLDCKPTRKKAKGSKGGEVLTSTTQADKSIMRDAMKAFENDLTCPICLDLVARPVTL
TECGHTFCFLCIRTNISTVQQQHLVPSCPNCRKNITTAPSAPNLMIEKCVKTLIGSKPQSEQAELMNKLNEAAQRADRIM
RQEDDLWSCFKMQQEPLFDDGDDVYRCRVCMWEIDEDFTCTNPACRRRWSSTHDMRGRQVVIDDEDDIEEEEEEEEDADE
LDSEDSLHDFIDDAEQVVDYPLSQDDDDRHGSSRRRSRAQPRSMEVSYDASREEPETRSRRRRSSRRAEQGSSSRHSRHQ
SLSDSEEAAMKKIRPQRKRADPIGERGGSGTVEMKDRDRRRGAL*                                   
>Gthe_163578                                                                    
MDSISNNRELRNAVEELIQETKCPICLDFLIDPRTAPCQHNFCEECICEYIKDNHSECPSCRTPGTNRRTLAKNNTLKTV
TGITKKLAIALGMISPETETPREALWKARSVAGKRKKRGRPRQHAKQTVEDVANVDEGVNNNGLEKEHYHAAMLDVDESN
NEVNGSYYDIDFGPSLEIPIEFHEENDVTGLSSAVSEKVGQHQEVVQLNAETMDAILISKASSDQSSRMEKNFRGNGRVE
AMELRCIVHVLGGSCKEDVDSFCYAMLCGVELVSPVWLRRCQKAKAWLNPNDSEIVRGCTVGKRKHFGPLKRSEILSLMM
HSSVDIFAPAKLGGKRFCLLDKSRMKNPDGSSLSKLLRLAGGEEVSEPSTAEEAKSLIVLVNSETCCDSALNRMRRLRAQ
LIKYGFVMDSISMFEVAEDYMQTYLLA*                                                    
>Gthe_44855                                                                     
EGEESEGNDTCMICFEQWTNTGEHRVVCLGCGHLFGASCIQKWLSERKHCPTCNHAAKRRDIRTVYACNLVAVDTAE   
>Gthe_153757                                                                    
MDSGKERVKCPNHIMCHSVNEKLYFDCHGGRCLDCNMTYARDFIFFTSEEVSGEECPVCLDTSKENFLKYPCGHYICVDC
FYPTMRMDGPREVDFDPEFFSNQTEDITDGISDDLFERWQQEERPEYYAWDRADDKFQQTEQERMQHHQRLLRRCPKCRY
KGLPVAGKVGGSRACVECPYSNAGQWIGILSN*                                               
>Gthe_142237                                                                    
MALRVRAILLPAPAIAGLQAAREERSRFFEHEVEKARNRDEKRRREREKIDDELFDECPVCKKDFVEPVMTGCGHQFCLE
CISSDFDQCPVCGVEIRGDFTPVEDGAHQEDVRETV*                                           
>Gthe_113326                                                                    
MEVPSGVKEVEVFQMQEQAREVEEKGQSEQSNTPTAHDADAPRGKEFGGGSENVDPSAVGDVAHPEEDSSDLTCSICLEV
LWDPIVIPSCKHTFCRNCVIKSMHSSPNGQQCPNCREDILVDPLTCKGDGVLQEKIELSLSAACLEGRRRSAEAELEELQ
KMMVHAFPIFYMHPGCRPGQRVQLYLFERRYREMCKRIAQTDNFFLFMANQPSSGQLATLVCLFLQTRKNLEVWIDESAY
GLFYGKFTSSENLLSSGDMIVNPTEPPESAEMEVPVELPVFHMQGGSCRRGQPVSLHMFERRYRALARIVSSTNKMFIFA
SEQPRCGSRGIVVRVTHCSFRSDGTANISGRGIEEVCMQHLSEQSDYPGLVFAKCHLSSPDGLAALHEASRSSPARPRQS
QAGRIIGTARTSCSASCVLM*                                                           
>Gthe_113655                                                                    
MENQNPASSPTAPKGTMRSRERGTVMKFLDCTVCFDSIAGPVFQCTEGHLLCQTCWSRLNTPDAGCPTCSAVLGRIRCRF
AEQIRDALSGLNVASPSRTSSKQLPHVPRLNVLKSASDKIGVNVEDLRSIIARDGVGLMDAVILSARKKIRSDIQDSGGV
NAYERKKQHRDSSASEAQGRPERSNAERQQFASPRLTTLRASKDKQEPQVKPKPPEKSMSQESRGQVSQEFGSEVGRKKA
LRPKGDRGETPPKDVQDMYLKYKETISRSSTNSTRDLKPMPLSARSSIDAGFDYNRFAATVAKYSNLGGPLGSQSENNTD
EEDSSDVAAARPRNAGETEGLSSSTSVKEKDIVFRSLQELNGQEGTAEAKDSSILESYKKFRNDMSKQIRSAAHTRPSSS
VEFDREEGFQSIEAAAPANDAKQDDSTQAANSPKNPGDGIALFISVEKDKVAGDQQQNSNKNPMKPPSLDLEMEQNKKTR
KNVKLLKNGGSQSARSPGNARKFHDSLHAASRTYKDLSPRISILRNHTQALEAIKAGDNSGSAAWNIVANVRRRLRS*  
>Gthe_77334                                                                     
QVLDRILLRRTKLGRAEDIVLPPKVIILRKDFFDPFESDFYQSLYTQSQTQFNAYVQQGTILNNYAHIFDLLIRLRQAVN
HPYLVQYSEKNYLASQAAAAAGAAAGADSQDSEQCGLCKDEAEDKVVSACKHCFCRSCIEEYVASAPCSPVTCPTCEQVL
SVDLSPKEAPPTPTAPPPAPSRSGKAPRIMQRFSRLDDFKSSTKIEALMEELELLVENDSSAKAIVFSQFVSMLDLIAYR
LELLPPPHSSQLAGIRVVKLDGRMTFDARDRHIASFCEDADTRVFLISLKAGGVALNLTVASAVYIMDPWWNPAVEFQAM
DRIHRLGQYKPIKVVRFVIEDTIEDRILRLQEKKRLVFESTVGRSSEALAKLTEADMKFLFS*                 
>Gthe_43965                                                                     
CPICLSIVRSTHTFMECLHRFCQECIEKYLRLGQKECPKCRVKVSSRRALRADPQFDKLIQAFYPDIDAYEEKEEEFISK
V                                                                               
>Gthe_146109                                                                    
MTDRLRISSTVSRTFTCPICLDDIPRGDQVCYFRCGHRFCFDCATNYVTVKVKEGQVAQQSLVCPQDGCAAPLTVQEIRG
CLSENAECMEKFENFSLKLFLERSPNTLFFCPTPACSNVIETGTLNEKEKYICPACRRSYCLKCSKEDRKFLGLVSRKGM



KKCPSCNFWVEKSEGCNAMRCRCGTTFCWRCGDDVNKDSGCRCMRDIEKLSARDRMDVLQVNSHATNRSNPAHDRLQQRL
RNDNLLPGIFGQLGGLLQFRPF*                                                         
>Gthe_81756                                                                     
MDDSVKEGAGKAPARSASASAGESEGQSRFICHICLNSPDKPIATVCGHLYCWGCIYKWLMLHRDDSQCPVCKAGIEIPG
GDVSKAKVIPLYVGETSQTDPRNCIPEDPSIPQRPAGERPEPQRSGFFQGWQGTFTPGNGYPQIVTNVGLFPSLFGLAFV
CDL*                                                                            
>Gthe_148883                                                                    
MSEQEESVIHIVFDDGKVFQIKKEKVSIGRISSNDIAIPGNRHVSKHHCVLSSRGPGGEDASEDPAPDEQSSSRRRKRPR
MAEDGGRSEAGEGGAGGRVLWIEDTSTNGTIVNGRALKSERMKIDGDSVIELDPHNPSCTFRASLKQVPEVIEVEEEEDG
EETQRVDYQDLGAALEPEGREEDSMRQSLTCVICTEILFFPVAFLPCMHKFCGACVWRNQEAAGEGSYCCPMCRQGVTSV
IRDRQCGESVEAFLKKHPSLRRAREEEEECERMARQLIAKYARGSESLVLVDEYDAAPATEPLCYNCNHPAPGRHNHSVC
SQCNELMPDRPEADENEQRPPLKCEGCDRPFCGAYFHWMQRPFGISQVHQNPARDCCWRTSCKQETANFNRLPPEERASP
CLPSRLSHASMEQVFQWNTHERGILQEIMAHRGFEPTTFFRSSYNAILLSQLTGTLIENVWKLFQICRSQTSLVHKE*  
>Ngru_XP_002682910                                                              
MIIKKRTNKASTENQRAEKKKKIEDGNEEGTMNQVLEEIATNHAQEVEVELNNLKPTNSGKNEKSNNSILAVSTKQNKKA
QLGIHQTIINANREEKQDETYMDRITSTNVNEFDDLDNKKKKDLGPTKVSKSVRVTSRMDYQPDICKDYYETGFCGYGDN
CKFAHVREQHVSSIEHSKKWEQEQKKKLEAQSTKDMRAEGEEQVPHACFICKKTFNDPVVTICGHYFCSKCALEKYNAGK
NPNCQCCGNNTKGVFNTAHKLKKKN                                                       
>Ngru_XP_002681875                                                              
MFINNNNNSLNPLTTTTTSRQQTSTGNNTTPINSSNNNNNSNPVISDFECPLCLNLLYEPVGFHCGHTFCKFCIERLLAS
NGSMNACPCCRAPFSDGNNSLITLKNIRPLLTLRNVLPMLFKEQYEMRRLEVEKERREYVQTQTIRKSFFIGNEHTVISR
SDQNIHKWTMFVRMDSRENVSDFIHSVEYRLHPTFKPNVVVVDKAPFELTRFGWGYFTVKVKITFQSYLNKPAFATNHTL
SFDGNGLMSQVEIDFLVKREQQSEIYIDIINSPTSEEDMSGEGMSSNNMFDDDEDVL                       
>Ngru_XP_002681238                                                              
MASVEALSCPICTNLVENNRECNACGTLYCYECIKEWSERNPSCPQCRKSIIIKDQNDSSSFAFNRFVERTVNDLEVDCP
NQCSQKKVKRGNLKDHLERLCENISKPCDMAKYGCLYCGKITDLQKHYEECSYYKVRHILEKYELQVLELTSKLSTLEQR
NAMLGLDNEELKDKVRKLNAQLQKQPTPSHTTPSNNSTQNTSSGTGYQQQQQQQNRFSSPTGGSSHQQNNYQNNNANYQN
YSNNRSNVNSNPGNNPFSSNYQSYNNNSNYSHQQNQNNRNNNGNAHQHDRRGSKKSECKQQ                   
>Ngru_XP_002679960                                                              
MFQPTFFEIMTQERMISGLKSALRYILSMAAQRNFRYLNILKYYDELFGILQLVIERHFLSNFDSSFAEHLFGLKRVDAN
QFTPDNQSKPSFLTSKQRAQSLAYLVFVPYIKDKLENLYVDLRREHALSDIRNSTELDNSIIPSEMLQEESSNMGYHRFS
KIVRTYFMKLWPYISTAYEGSHFFFMFLYLLKRDFKYHNPFMYLIGLCLKRLSPSEHVQHLSAMNIKRNNLIESFKKLGG
NLFGSLFGYIIKFLYSISDYSTHLLLAIAFLFKFFEWYFNNESSLLTKGNIIIPPPPSQPERTPGGLEIPTNPRLCPLCK
KERRNATLLTVSGFVFCYKCIQNHLISHSTCPITLSPCNKSHLVKIFEN                               
>Ngru_XP_002679102                                                              
MQQTIQSVPSSSSSNQRNNLSGGATSNNRNNEGGLAQSSINSAGSSSSERSNGTSAERKSKNRSSNTNSSNNRNNESTAS
RNQNTFNYPTRILTFGFPFSGQPDIVRSLQKDEFYSNHVMFNNLKELCNWFFGQRFTIRFEREIQLVCNLIYYGTTTCTG
QSTLGEEYCDLLQVQLKEKTKPPQQVNSTNSNKFSPKTLYIVKSTSSTRLLFVLYELIVPYLFDRGTSHWLSHYFSPNGI
SENMRYYISMLKEFVQFILRFNLVSFYINGKFLQVSKRLAGIRYIYTGKTDGDSYKRPNFFLLSLLIMIQQVISAFLFIK
SAVVQHISKKKEEKKCDNNESITLDGVSYIEEYIDGRTETEFKCCLCLERRVKTTATMCGHLYCWDCITECVSNSKEPKC
PICRQSISLQSLCRLYCYDSQMVKQVEGE                                                   
>Ngru_XP_002678825                                                              
MSQFERSLQCPICKEFMDNPKCVKTCNHFFCDLCISREFSFRNKCPVCKEEYSKSDIIKIPFVSDMMDMYIRARKDLMEK
FGNHSQEISQTREDQKSIISESQESFDWSEQLKNNKHTHEQIQKSKLPPLCFSLLKNNQLKEYLKKYSLPLHGTREQMIW
RIKEFILRYNSNIDRTNPLPEEKIINSIIKEEKEREQLKTKTVTPNLAFFSIPKRKSDSTTINLVDSSFTDSFDGGLEAI
SPIKKEETKDSSIHTIILSPDDTNIIILTPPPKEEPKEEKYSPSFVDHSPNKNKRKSDDDTPTKWKKRCTVKIRTPLSKQ
SQSNSSLESK                                                                      
>Ngru_XP_002677889                                                              
MAKLIKVLLLSLSMILLFGYIESFTIKKYQLAEALHLAIKEGQLKEIDRLLKQGADPYYRIQYLISSWDAFEIAMFYQSI
DFFKLYTAHREQLVTRSLSEQKTYYLYQFVVFVGILGLSCCGLILWKKTLTENEEGEYILNKTLVELESSKKRLKDLELQ
IAVLRENIGNVSDTEETEIKLTAVEELQAKLEDETEQKRCIICLENMKNAAFSCGHVFCSDCCEEILSVSSKCPVCKKED
PTILNLYGL                                                                       
>Ngru_XP_002676655                                                              
MATLDATLDEIIVDNNEDDAPSSEVIAESEVKRVEIAKLIPAISPSNFNAIIIYSDEKVIELGRKPEFRPECIFSDGRIS
TVHGRVNIICDEGKASSDPTKYSIQFTDLGRNGCFVNGKKLGTNNSVILSEGDTIGLVVPSISHKLSSELPIYTLALCNS
TPPPNQQTQELADQEEQRTQEIDDAMANELTCPICSGIFYRPVSVIPCLHNFCSSCLSSWLNPSNNNSYFGQNMNCPTCR
ATIQEVRKNPTLNNLTETYLKTHPKQDREKEEKEEMDKKDAYINKTDLVLYKRNNNNNDDSDSDSDDDYHRRRRNRRDET
SSDESDSDDDTPVRVCDECTNPNPIDNYQCAAHALHNSCSTCNCRLAFRHHDTSLSPDRRQNCELCGMIYCNLYKQVTNT
QSPCYISGIHKLKEHTSIISLPSTCLNNNQVERDILIDYIRTKNITVQDVYNTCMTKVESGTYTHPSYPNFTTDSRFCQS
CAYKYFNELIYCYRAEIDSADLPATVTSRPTCWYGRDCRTQIHNRGHASRFNHISENTSNNRH                 
>Ngru_XP_002675798                                                              
MSTTTTTTSSTTTVNSLMMNRNSNCSPASSSSSTIPKGLFEEMNSMEEFTTPNLIISTTPTSSTTNMQQGNKNISGNLMR



NSLPPPPPPMIMNMFNQGFQYNTSVNGSSTTLISPFTSMPPPKFANMQQKANQSTTVSKTSSVSNNCISASSTIAPKGPC
WGRLRLVGEACSDAPPEFLLSDTKINIGRGLNSHVKIVSNTLSKFVSRNHADIVKMNDYTFLISDLGSTNGTLLNGKKIG
KDTDLKHGDLIIITGGVKALVGDYIILENGKRRSDFSTEQEWKCALIGNVKNAFMYKFEMLQNQFIPKNLNPTKSAINLK
VDEEFTEPPVVVTPKSTQPQPLTGKRVREEKEESVDFESGSKKLKEEKFNKFAQDCCNEFSCTICCNLMYEPTVLECGHN
FCRKCLHDWLAKNKSCPLCRKKLSQSSAPNRAVETLLKIYVENCAPEEDVKDYEERIKAIKIKDDENFAKLATLVENAKI
KKIKFLDITVRWKLEEKRTFKTGVKQYFGKCRDEFCKLVGITENYVINCNNEQLLIACENLELPVAYMIVGQEIKTMRRV
IDFDQTRQNLVTFWNAKDNIL                                                           
>Ngru_XP_002671313                                                              
MSVLDLLGDEINNADGEEVSTSVSNIIGEQGSTNIVSTTSSLATSSTPQQSSSGNSTTIQRPPSTTASTTKPWGRLVLVS
TGCSDIPKEFFLSEDVINIGRMQTNNVRIFSKQQSKFVSRNHAQIKKINAFTFEIEDKGSMNGTLVNGKKIQTSKLKHGD
LIIITGGPTANVNDYITVNDKRREMFQNEQDWKYELTTQLKQAFIYRFELLDQNAIMKSLSSVISEPVSKQEEKSVENIS
RDISITQTQKPLPDNKRKIDDTDLATSETGKKFKALSDSCTSELTCCICYNLFVEPTVLECGHNFCKRCLYEWLAKNHSC
PLCRKKLSKGSYPNRSIETILNSYVQHVSCTDEQKLREDRIKLIQQKFDEDLAKLHGMIENAKAKKIKFLNIKDRWKLEE
KRTFKNGVKQYFGKCREDFCNLVGMTENFVNNCTNEELIIACDNLEIPVAYMIVGQEIKTMRRVVDFDQTRQRLLNFWNA
ADNLFFI                                                                         
>Ngru_XP_002668028                                                              
MISSSSTATTSNNNMLSSSSPSSQMNELDDDPIIVDYVSDISDSEDLHYQNINTNQSTFINEINQSSSSSTTNNNTSSSS
DSTNNNELNNNNINNTTTTSIINPSSSSPSSSTIETLKSSSNSTNTQQQEENDDDNMWSCNICFDTASEPVITQCGHLYC
WSCIYRWMQSHSTQNLQCPVCKAGIQQDKLIPIYGRGHSNNSSSNNNNSNSSI                           
>Tvag_XP_001584228                                                              
MRKRTKTTSLELPKLSPQDEIHIETNNKTENKEAPIQRNIPEIKNNIETNLKNEEDIKPNMHNSDETTKNMGWQKYSPVI
DSEFGICKDYYNTGYCTFGWACKFVHIRDRVALAYDLDRQFEQKQLETSRLESNKPTVEHIDICAICKGTFKNPVQTKCG
HVFCQNCAFERFKTDKTCAVCGANTEGIFNTYKPPNSK                                          
>Tvag_XP_001580550                                                              
MSSQEHENVQESYVSFYNLSSLGSESNNHVFRITPPSTVDLDNTIIINFSGTLIFDSQTEYVCKLIRVVAGMSVTFIDLN
LKGGICTNTASYITIKNSRIHEIQSGVDYLLASTNSRIEIENTIFENSMLYGISADDSSNITLRNCKIINCSEAGLVATG
YSKVFVYDSLIDKSDTDLTFADTRSQFVFSNTEFKNAQQTAIFINANSTLKVTNSKFTDNHKGALAVHQSFETELENCDI
INSGDTCVLLDDAQTILNNVYMRKCNGNCLNASSHSAAFIKDCHFEESQWPLLAFCDGAMGYVSHCIFEKSLMSGVIVRS
SNRVVIEDCIIRTCAEAGTRVINSKNITIRNCCIGDTQYGALEVCDLSDVNVEDCIIAGGAAHGINVFTGAVLHVTRCQL
IGPFNSFMWIHHGASIFASEIVFADSPSPIKKGQWRLFANCTTALARNDIGNPIINETYTYNFNDMKTDEINLELPKKQR
ENDIKICRIDTKYAVEVINSYIVGVGNYELHANNLAKMENKNFIVKRCLKCDKVKRCCLFSPCGHAIYCPECWDSLPEKD
RPTKCPLCHLPIEKTLHQIFNQGADEHLCPICYTNNIDSVIMPCGHPICLECCKSWFVEHSECPFCREEQARFRPFVPYE
>Tvag_XP_001326964                                                              
MSFFKSVSRQSSIQSEYAFGCPEDSYKFISNTRKFAPQPCRAHCHRRPSSINPYTAGNFQFVYKNPAQLDKHSESTRKID
ELNDALFGHCFWPESGIQWDLLYAAIAHVSDEYVCPICLFTPVAPRLTICGHIICADCLQLLMNHSDKVMKCPVCGEIIG
SHDFIRCKCIFDSKLTKCTFSKVYRYVSDNICFGAHGQLDSLRVASDPLNKFTRFTIADSKFIESMQRGEIEALQTQHVI
YAEEPEKVAAIQSIIESIQKETVDDDKTVFRTCKHTDSEQKVTFYQSVDGRIIFMNQLNKKMLIEQFGSLDKAPDSIEAP
VMSTSIGYEYDTDNSHIPSGAECVYAFLDFTNIVSKDVLAQHSREIKKLTPVVVKKHVPTRVITKDDFQKFIPEEHHPEP
TLSDEQEFPSLSPSKPALPKKEKPKQEEDFPSFDSLSSQPQPKRGKKKTAVVISAWGNINF                   
>Tvag_XP_001326332                                                              
MLKPKKKYCLICTKKKKNMLVIEPCNHLVCFDCLSVWIATHEMNCPICRTNIKCAYGKEKNGEIKRKIILQNPPEIDYGS
YSPPKGTDEWQKKLARLWNYIPKRVWIVLFQYGVENQIIYSLIMKILSTKSKTDAKHEIDKLIGAIIPSFTDQLLDFEIP
APKVVEDEDDDYPSN                                                                 
>Tvag_XP_001322164                                                              
MRESGFLPPPHEPNVDETQNPNNTMLEPTTDVNENTPNKNPEQLNENVAESSQKPIDDAPILQSQTQLNEEEEEAGCICS
ICMEELHDPVSTPCGHVFCRRCIEEWLLRSDVCPYCNTPKMDKNSLLPILDQGHVEDRPDPDNSLKNNRWYHKMFRLKLT
LSNIKFPLALLIFLIILFVD                                                            
>Tvag_XP_001306653                                                              
MIQPPQGFIFNGSFNKKISFMGGVLCIIIAIKVIQQDLVMFATCTTLLVFYQIIEHKLQDVMEKMTSSSSFYFETPYFLL
PWGLVMFSLSIASFVIMQYHTVKYSNLYLAFLSSLVNTLSIFTLATSIKCFLIGAKIITYRYIRRGFFGVFERFFVLYRS
VICTYRWLCFFSNIWPAPTVVAFLSANKTTACYIYIVMKCVLLIWLLWDFVFSIRSYRVNSVNAICPAPADMHCDYCVIC
QEVPIEPVILPCGHIFCYQCAYRWLLTNSSCPMCRKPVKEQVAIEFSDGHIPLSALLSVF                    
>Tvag_XP_001310832                                                              
MNDNNFTPTPVVEPKNNNPAAQQEPGAIVVEEIPEYDYQDYINQLGNNNYQTPQDDTDITQENTNTTQEDVNTEQPNINT
AQEAPQNPQDDTENQEEEDLFTCPICMEELHDPVATPCGHVFCRRCIEEWLIRSECCPNCNAPNITKDSLITIRGQGEAE
NRPEFDNSYKNNRWYHKTYRYFKKNYISILIIILFCLVCLVD                                      
>Tvag_XP_001306215                                                              
MLANSNTPDPLNRLNNVLFSHSLHPSSGNEWDLLFSVIAHQPCDFVCPICLFPPVAPRITKCGHIFCADCICQHLACSKQ
KICPVCFLSITQEELLRTDLRLHENSEEITFQKVIKNRHNCCCFDGTTEVDMNQLPFASQPSSKFSHFMLADSEYVSHII
EDERTNLKSQKVIYSSPEYLDTPKIGMIESILDSLKSEKLPESNEPSFTLERPNETVVFFQESKGRNIYLENLNQKMLKE
QFGDIKNYPQQITAKILKIRSTTVTQRFRRQNPILGHLPSGAEVDFALIDLEGIVDQSIIKKYSGAIAYRLKEDTEDEDN
DGEEEEDAVVQEFDTEYFPSLIETPEKPTESKPVKSAWSHVKAQPIKPERKKTFAEEFPSLDGSPLPPPKFVPKHLQKQV



APQSAWAAIQQRPNSTKPLNEDFPALSAPPKKKELPKRVSSWAAIGTK                                
>Tvag_XP_001294741                                                              
MKKKAPKSLAHAKFVYKVSTDGSDPECNYNKIKKQIQESVFNKNAIFSVISCESNEYVCPICQFKPAAARITLCGHIFCA
DCLAMHFEHSKVPSCPVCGEEITPSNVFRADVQYFTRNDKLIFQKISRSIYSCCHLAEKTSEPIDSVPFASSKSSLYSKF
SIADKNYVENIIKKELKELDAQKEIYSKPQYYDENKLSYIIQIIEEVSHEHIPNTETPIVQLDHSDTFYQFYQEDHGLLV
FLDVFSTDSLEAEYGSLKDAPYTIEAMPIRKYSTVVNDTFRRMTKSLNYLQRKTNIELVIADLSEYVSLP          
>Glam_XP_001704766                                                              
MPADASENLGDSEFACPICMSDPNYPVLTQCGHIYCYSCLKLWLTNSRESNCAMCRAPISLSSGLTPVYAGRKEGEDPRP
HEDLCREINAAREERDRARNRFRLPRLNAQVNFAAQNLTPLDLLFNGLLNILRERADQDEQDLDQEDSARQAGNPNDDPV
LVARNRRRLNVKQLIRAVLSGLLVVIWVAIQMYFNTPRIQVYRFNANQE                               
>Glam_XP_001704174                                                              
MEITVSPGCAFPEKTRLAREMDARRRWMEERALVQSGVTSGNPELAESIMDIRNLSASTSLSSSLALSKLHQSSMSASNT
ALEDHLTCAICYGLFSHPVVLTCGHVFCEGCVQAIYEGQPEKYRLHCPLCRKRCDKLNRVYVLDSVTESVRLARSGLREH
EGTINPHSEEGVELPKQLEVDILLKRISIATDAMEKCSRQVHGFNKLTQSYYSSIRKIDDKISQLKEQKELMTVEYKKTS
ANLERIIEKEKVLRGLIESLESELRVKQIMIAKLSPSNENEQQVLPEDRLKI                            
>Glam_XP_001706895                                                              
MLCKLKMNRGSIEDLFKQMTPIYDLVCKCTETQEKELLDAQERIDYQFELITSRVFIICLLQHIQCVHRNCHSSYLQYVR
DNAVDLIVGCYSTPIDESPLIKALTQLVSQFEAKQENSDSSTADSKFKEGHEETEKPLSVEAFTLRFKEATYELFRQDWD
RRRTFAAAVQDAVLKELEKVNVRLPVVSEKVLDPLSDKPLFIPPSMIDKQRQYLIQELDVAIESLERELGGDSVRKATDR
PEHELHELIRQMEGAKKELDACLHAAVAGGLESPLDDILLDLSSPIRKPVTTQVELHPRIVSAQTILSNFCDFLKKQHDK
FIEEKDILLKETPIQLFVHTLLKKLSDSDLTTSSTVDSKTLVAVDELIAACDRIIADASPVAENLKQSYIFSNPGAQAQY
NVDSLADAAEGALYFLEAKKEIPPVPLIHHSGPPSLTTPLKTVATMVREFFNYSEDKKQDLKALVTGLLPLSGFVASLLP
SSFSKQLNMLSSCSLDIQGVLKVAIDSLDKLSTSILPPLSPLLQTPTAAETVNRPIVSQPITSSVLRSFSKKYVATSQLF
KQLLAQLEKSKRKLSDQCVKKDEADELRREQESYSNLETETQLEKLIDNLKTTYICPICRDDLSNAFLVGCGHIACSACL
YHMYETRTRKCPICQKPYKQEDIVEFAVIR                                                  
>Glam_XP_001706697                                                              
MLSDEYAEGEVQNLEVMCSYTIDDLSAAQRLSQLFQSNSSLTTASNLWKRSAKKLSPQTFITETTHPDVSIPITSQSAPC
DSEFSTSVCDSCDPYALKVYTDGSHFKYVSFPSEYICRICLEPMRKPVRFSHCMHVFCADCVHYLFALWERTCPICNERS
IIYDYQTMFPGPRYIQYNPFILYIDEQLDTQLHALMGIAPDVPVPGDIVRILAPRELCQFKMIQSYCGVVQDITDGVISD
DLVRILDRETVEGMSINERYKINALHPCKVVRVNCYGILWIGRLCELEPFRPNTFVLGTRVIYGSPAIETVKLPDNITHT
LASIYPIRDFSVQERELFIEKSRSSTQNHSSLTGIVKEALDYLAEKTDPSTVSDTASREFALFCHRQKKWNIEVPYHPHW
PKFVPLSLTVKTHIYNNVDVLYRYKLKLKEVKQRKPSSEALTHIVNLTTQQEVPDVSTAHFSFDVASLVMNPVTSLPIEV
YLVKHDLISFDNDPLLGFTSSNQTGLSNSAACMQQLPNHTSQPRSSTIPKTTGSQMVTYSTNVAEKSYTAQLASSFRFPE
PNEDPAPFFSEAFRQKLSCCDEVSTDLKGSPIYNVRASHSENIGTFSLQVDSHMQHAQMVEELGQSGKVATTCDISSKIA
MPSRRAKAQRWPEALATQNKLIEAAARRGNSSLGLSSTGEKGSQAAPAEFSTNLYDQAYSFPYTENRPTLLSSNLTYCYP
SHLRKFLRIITDFTMWYSYRDFCCSGCRGLLRFPVRTLCGHYYCYNCYMDCRENNWVCFDCGKIMEHIVPFDEPSNQCNG
EFKGIPGQSTYINRKQMPPIDWEKVYVMRKQISWFNCLIDYGFPCVVRGYSQTKIGILLDDPSKVFCHILLGNKHIEVHN
VATISAINVFDLRPALRYGEGLSLTQSHRSPFFNFGICNITSSYLYTDSTIFCATRYSSELFMMGLNMSVMAHKTLRLVK
DLEPQFTIARREGLRKQKDEEQKDFVYVWNWCQYERNIAKQQYDMLVYGHVHGNPSSHQKPSFLESESPPSSPPLPLGAS
NFIRRRRCKDLTEQSSPLSFQASNDALPLQVTGCHSGGPSEYPKAAEPRHRTYNPQTSVLTFQYHHRLRPKQAPTATAYC
STHPLINPNYRNKLVMQDEKILKYRKDFIKWYFDQPEMHPNNSPISFAFGESAIRPTGNSTKMYSLQVERKMQKYDSTPH
IDTQAERLIKEEERNQYVVRSLCDTCRRFPTLSFLCSSCHCVLRRPVRLVCDHIVCRTCACIHLASEIPCLACGVAVTDI
SKVRYEVDLENQIIHAVNHMFYSPKYDVGVIVKSTDSSNTGMVVGLAYLQGMHYAYVAFFGAIKLCRCANLVILEPDWKT
LDLEQVLGDHPQRLIAKNMRQSSFHHPLESFFKSQPTILQALNETSKAPNTIEQHTSSHITKAQEDNGTLGSSVIEAHGI
SKPTTETLKDMLLSEPADSKTLALLGTIYSVSTTTSGMTSSGRSKSASTPLSRNTHQPISGMSSSTTDGTMFLSLPVPSD
MHHQDEDPIDAPRKRFQNNDPSYNEMPLSVLGSPAASSAEVLLFDRTMTLSQSGRSNHQLAPLSHPSTVFDCQQHDRDTP
HAEKLVMSPRGSLQNDYVSLLHLDDQPTVLAKRNPTEPNNVSLKQPILPDCCAAQPVETSSLCRTKSAPAHLSREDLENN
VLFTNTRAIDLDTQSQWSPIAYLSTAEIAEQGISIDSDKIKQAITSEPPVLRRQESAPSLLRKTDTDIDTDIHMPFIEGT
RVTKLRPYFYDGEELLKLPTHRQKYRVFSASIAGSKSAKSCVSANDALFSKEPHKKHSKYPQLGDVFVVAIGPYKGLLGL
TQSYAKAYDTFILSYYCLLETGTAHEFRATDLRKITLMPSISAQSIRKQLADAKNADEDRKKLCWYRLIMQNKIATAEKF
EQLKHLFNLKDPDGIVAILRAKEAGTKGDTDTLATISGIEQVRVSPRTNLNTLLDKKIVFLSGPRRHLNRIRSKSSSPPK
TRDGEANAQSSGCFGLRSLTDEMVSPLCRSFSVHTPSRASLMQEFTSTKSSSFLLQHLNLNTVSSLPKVIVVN       
>Glam_XP_001706429                                                              
MRSNSAVLALVDALRCIVCHDVARKPVVLGCDHIFCLECIRSIPPDTDNALMYRCPLCSAPYSLQRCQPNARLDLISMNF
LVLLETVFKAPSAISPVRQATPDRASFITASSFISISDEDPPVVYQKPPSLSRGTHDAAEQPVVKRRPPAIPRKARCAAR
GKAQAGDFDSLAYIPLSEFCRGDAVMQRLETLRACDWLLRFGFSSTFVSDLRSGASGIRAIKLYNEYLRRYKHLRSDPTL
AQNPDLRLYVTDIVLRTEASATVPDPQAASDTAMYATLLKELLGRRDACSRLLRKTAKGLGIYFNQT             
>Tcru_XP_820856                                                                 
MQPATAPYILRSLYKDEHIIDNHVTRPLTGLVTALFGAHWTNRYDSHLSNLAKGLYVVLSLLRGQTLGEEFCDLLPVTRG
IPTRMMGITRKLLLALLLALEPVALFQFAVRVFPAVPPHDVIANVRKFTLMLLFLFETYGTLVHRLLGVRHLSLLPSQRL
QNDDGAPYTYFGLGILVLLELIVRLWRYMERRRLALQQGSHYDVSRDEESQEHEDSDADDNQNAAAGKCMLCLSNRKQPT
ATSCGHIFCWRCLLDWIKSNSHGAICPFCRRQITVQSSVPLYLYVAKEAPTAGGVHDTSA                    



>Tcru_XP_819518                                                                 
MSREDFSCAICYDLASEPVVTRCGHLFCWNCLDHWLGRQNAVPECPVCRGRVDRHLQGDIIPLYGKGRQTHAANASSSVK
SPPSPQAQRQQRQEQPPRPRPAADRAAPVQRPGANYVNNPLSLGIGSSFFIYGGNMSLTLLLVALWATYHFAPWRQLFER
VWGRNGSQRRARQTEQEENNSDLQGRRVLLPDAIVRRVLLSVVVVYIVHYLFSA                          
>Tcru_XP_821931                                                                 
MSAPSGSPDFAPYVPGRAPSQSKHHHTAASSNANRNSCSSSLPSIVPSTSHAREALGGGSYVNPRPLQRATTTDLLQVIE
QQRKDLLARTDSVNAIQRNFERLSEMYRGDRAELEKLREEVQRLRERDAAGESELKVYTAVRAELEFLLESHKELQETRR
QEQQKFKSNANEARQQMEKQQRLVTQLQGECEQLCRVSTEGEEKLRRVTSELKELTGEVVQFAREVRGRVNSMPVETLTQ
NHSQEMSSNERNMSDAGCTVRAALTDAWDSVDAVCVALRKAHVSMDQMAKRQIERHNVSLLNLIQQIERMVREAVSQEEA
ACRETIYARRQCSLQEIHEQNECLLRQRVQEELVLTRGEVQERGKAHDSIVSNLERQVADTKKRLQDAQAEYENLQQRHQ
TGVTTLSEIFQQQALQLREEMQELKTQHEREVATQRRLHESKLQALREQHMLALQKLKESFVAEYDTKESVWQGRLGKLN
EKLTQCTEWMHATRSEMKKVHAREKTTCDFLDASLVAANRAHGESFLRHEATVREGLVEFEEAQRLSLVRQASDACKTFS
AAAEWKAETHRVASFNAVEKDEATRRFLILLDAWATAPVVECGRSLFELRLQEERRLAVKAMCSSQHASLEAMRLQLREL
RRGTLSVSQSLHDMRQEHSRLSGSTLELTRRLELSCAASTSFFFQQQRQQQEERGKTILTIRAVMQKLITVEEAAESAYS
CGICLQVCRNPLTCVPCGHTFCELCLLNHPRNRHSTGNTAQYCPECGLATCNMVVRVRALETLSGNFSFRKKGAKELQRA
LEALATQ                                                                         
>Tcru_XP_821339                                                                 
MRGRMGGRKGVKRNCAEKVSDPLQQGAAERISSWEVEQPHEETQKDSIEESWERLAPSANGPLVARLVPLSVDGAELSAI
DLYRDVGRMMLGRSQQLFAECRIGVASVSAQHCELAVNPGSLKVTIRDFSTNGTFLNGDRLKKGVEVELRSGDHVFLTNP
AKESKPDAPSVEFIFQRVNSEIKVDVLVEELTCPVCRGLFIRPCSTIPCLHVCCAACISQWVDAGHKSCVQCRANIWEVR
PAHKIQSCVEELLKSNPQLARSDAELHEFAKHDTIPQGGKKLRKRPHDEASEDTSNSSSSSRDSDGSDSFHYSEMRSNDS
HVVDGNPRQSCRHCRGASSVDGFRCPTDAPHRHCRACGNSFPYRPLCSRPQNCQMCGAAYCNFYYEGEGGCRAVLNGHLV
RPKDSTPIRTMPRTAFGGNTVERNILSDYLSTKGISLGTVWLECMEKFRAREWVPNIVCANGQLTEDSPLCVKCMNAVVD
SLLFFYRLKVPRHELPESVTKRPNCWYGDKCRTQFHKVRHANRYNHACYQEKGKE                         
>Tcru_XP_817033                                                                 
MRGRKGGRKGVKGKCAEKVSDPLQQGAAERISSWEVEQPHEETQKDSIEESWERLAPSANGPLVARLVPLSADGAELSAI
DLYRDVGRMMLGRSQQLFAECRIGVASVSAQHCELAVNPGSLKVTIRDFSTNGTFINGNRLKKGMEVELRSGDRVSLSNP
AKESKPDAPSVEFVFQRVSSEIKVDVLVEELTCPVCRGLFIRPCSTIPCLHVCCAACISQWIDVGHKSCVQCRANIWEVR
PAHKIQSCVEELLKSNPQLARSDAELHEFAKNDTIPQGGKNLRKRPHDEASEVNSNTSSFPQDSDGSDSFHYSEMRSNDS
HVVDGDPRQSCRHCRGASSVDGFRCPTDAPHRHCRACGTSFPYRPLCSRPQNCQMCGATYCNLYYEGEGGCRAFLNGHLV
RPKDGTPIRTMPRTVFGGNTVERNILSDYLSTKGISLGMVWSECMEKFRAREWVPNIVCANGQLTEDSPLCVKCMNAVVD
SLLFFYRLKVPRHELPESVTNRPNCWYGDKCRTQFHKVRHANRYNHACYQEKGKE                         
>Tcru_XP_816146                                                                 
MSAPSGSPAFAPYVPGRVPSQSKQHHTAASSNANRNSCSSSLPSLVPSTSHAREALDGGNYVNPGPSQRATTTDLLQVIE
QQRKDLLARTDSVNAIQRNFERLSEMYRGDRAELEKLREEVQRLRERDAAGESELKVYAAVRAELEFLLESHKELQETRR
QEQQKFKSNANEAREQMEKQQRLITQLQGECEQLCRVSTEGEEKLRRVTSELKELTGEVVQFAREVRGRVNSMPVETLTH
NHSQEMSSNERNMSDAGCTVRAALTDAWDSVDAVCVALRKAHVSMDQMAKRRIERHNVSLLNLMQQIETMVREAVSQEEA
ACRETIYARRQCSLQEIHEQNECLLRQRVQEELALTRGEVQERGKAHDSIVSNLERQVTDIKKCLQDAQAEYENLQQRHQ
TGVTTLSEIFQQQTLQLRGEMQELKTQHERELATQRRLHESKLQALREQHMLALQKLKESFVAEYETKESVWQGRLRKLN
EKLTQCTEWMHTTRSEMKKVHAREKTTCDFLDASLVAANRAHGESFLRHEATAREGLMEFEEAQRLSLVRQASDACKAFS
AAAEWKAETRRVASFNAVEKDEATRRFLILLDAWATAPVVECGRSLFEPRLQEERRLAVKAMCSSQHASLEAMRLQLREL
RRGTLSVSQSLHDMRQEHSRLSSSTLELTRRLELSCAASTSFFSQQQRQQQEERGKTILTIRALMQKLMTVEEAAESAYS
CGICLQVCRNPLTCVPCGHTFCEFCLLNHPRNRISTGNTAQYCPECGLATCNMVVRVRALETLSGNFSFRKKGTKELQRV
LEALATQ                                                                         
>Tcru_XP_815591                                                                 
MRVCSHRFLRITCISRVVKQATLPTTDPAPVQGFYSSLQYDDFGALDVPDLATTLLPFQKEGVYWMVQRERDHIGGIMAD
HLGMGKTVQMIGLCLSSHHFNKAIDETHIQTIQSKAANYRLLTVIRQLQRINVIANCSRINRPAMDLRALMNKVEENAAP
SDESMDSVRQEVDKWLKFASKFHPSYEKRATAFLYDERKRSFELIESRDLRTLVVVPAALMLQWKSEIEAKVKPSRGLKV
FLYHGTNKSITNTELELYDFVITTYDTLTSSAQFALTPIFDDKNMSFNRREAGPLFHVRWKRIILDEAHMIRHANTQRWR
AVKELQGFHRWVVTATPLHNTIEDLQNLLHFVGLPRLPLLPGFNPEEVLNDPVLQRGIARSIQPAFLRRGPVMIRNGKEE
ILVKLPPKTENVVMKRFSIHESKQYNSILARSRTALATSERKEGAFHIFAMMTRLRQACCHPWISEGRALSVSVCGICRS
EAVSTVTTKCGHYFCYECLLLRFREAVDGEEMAVRLPCPTCGTTITNSSVFKSYTLTSSERIAKFKKRDLEMSTKLRMIL
DSIDTMKKEYPDDKMIIFSHFTSFMDVISVALDKLEISHLRLDGTMTLTNRNTVIRRFQASDDVRVILASKTATGVGLNL
TAANHVLVVDPWWNPAIEEQAVHRCYRIGQKKHVHVTRIIIEDTIEQYCHEICQRKKEFGDAILRAATKGDSGASVAASR
LRELLSRLNYIPEKEKETVEGTVSGVEQ                                                    
>Tcru_XP_812478                                                                 
MPKKTGGKKKGQSSPDGSEPRKRKNNKKATMEPRDVDEMQKLQELLGDEEQPLGVSKKSLEGLLSLRQPQELAVRLAQSL
SSLRARLAELELERLNRGSEAPGLSNIVARRAQEKAEKLELEIQKTERVTRRLKIISSLVGHIIRLREKTLTETHTAMEA
EVQSLQEKIRVNEELIRERFVSRVNMLHRYWLWRTLQELGDQTVGWTFEEELARGPRYRTLGVQNNIVSETLEQQLSWLL
VFAEKEKIFREHVRRLELLVEELTDINDALEEALTCRVCGLLFEDPVLFWPCGHVFCLVCFDTLSIAPSLFRCPTCGSMG
SEGYVHNLLIAESVAKWMFKDAGYGDIHGALSLIRLHLSKFRKEVISSRVAQLHQQLTEARQKETKVEELSQMDITYRDF
>Tcru_XP_811592                                                                 



MPKHRKGSRGVEAKGIGNFQYERQSDSPGVARRPVAAAATRRDVNPAVLKRAYMLHNFQFVLRPDVYEMKAMPGLPQGKR
RLNEMLLSSDAAPPWDAVTAVVVRGTMEQFQCPICLEPPTAARVADCGHVFCLPCMSQYLSRLKQENKQRTCPVCHNFVT
LGMLRPCIFRPIEPPCLGQRVGFTLLERRGGCCVLLRKDDPRWHDAAPMEDELPLPLLHEPSATFSRYILATEESECARR
RLDCTAIMDALQQLNAQPRPLTQFDGGVLRFAEEALEMVLQETNAQSPQSSVRNSPPIAPKRPNVDGASTYYLYGESEGQ
PYYMHPISFKMLRDDADTRGVPLPNTVDAPVEEIVTFTQDEASRKHYKALAHVPLHGTVKFCLLDLSDVVLPSTLKTFAP
SLARMREARTWRERGEESSGEDTSWQEYLRRYRAISPHCTEDSGVSPELVPSEYSGVSDLLISSVVTAWSEPGGLSGDSS
LETRQRATKRHDTPIPSCWTAENSRRLFATPPMRPAMPTWGGHVFNPHKPSSAGLHPAQRPGC                 
>Tcru_XP_810840                                                                 
MPKKTGGKKKGQSSPDGSEPRKRKNNKKATMEPRDVDEMQKLQELLGDEEQPLGVSKKSLEGLLSLRQPQELAVRLAQSL
SSLRTRLAELELERLNRGSEAPGLSNIVARRAQEKAEKLELEIQKTERITRRLKIMSNLVGRIIRLREKTLTETHTAMEA
EVQSLQEKIRVNEELIRERFVSRVNMLHRYWLWRTLQELGDQTVGWTFEEELARGPRYRTLGVQNNIVSETLEQQLSWLL
VFAEKEKIFREHVRRLELLVEELTDINDALEEALTCRVCGLLFEDPVLFWPCGHVFCLVCFDTLSIAPSLFRCPTCGSIG
SEGYVHNLLIAESVAKWMFKDAGYGDIHGALSLIRLHLSKFRKEVISSRVAQLRQQLTEARQKETKVEELSQMDITYRDF
>Tcru_XP_808240                                                                 
MPKHRKGSRGVEAKDIGNFQYERQSDSPGVARRPTAAAATRRDVNPAVLKRAYMLHNFQFVLRPDVYEMKAMPGLPQGKR
RLNEMLLSSDAAPPWDAVTAVVVRGTMEQFQCPICLEPPTAARVADCGHVFCLPCMSQYLSRLKQENKQRTCPVCHNFVT
LGMLRPCIFRPIEPPCLGQRVGFTLLERRGGCCVLLRKDDPRWHDAAPMEDELPLPLLHEPSATFSRYILATEESECARR
RLDCTAIMDALQQLNAQPRPLTQFDDGVLRFAEEALEMVLQETNAQSPQSSVRNSPPIAPKRPNVDGASTYYLYGESEGQ
PYYMHPISFKMLRDDADTRGVPLPNTVYAPVEEIVTFTQDEASRKHYKALAHVPLHGTVKFCLLDLSDVVLPSTLKTFAP
SLARMREARTWRERGEESSGEDTSWQEYLRRYRAISPHCTEDSGVSPEPVPSEYSGVSDLLISSVVTAWSEPGGLSGDSS
LETRQRATKRHDTPIPSCWTAENSRR                                                      
>Tcru_XP_807497                                                                 
MAVRALLQVAEKCLVCRVCYTLLRSPVVFSCGHVFCKACAERSIEERPRCPLCNHAVMSRRAITSLPTVASLMGLVQDVA
KSLRLQQTAHVAAVRAGNIAPPRLTEKIVGIQMADEKCFPTAAVRDSLASTPTVDDDADEKTVRVPTIHRDVTMPETQFL
RTSPPPVPVLTDDFVACEDAETQRISLRSPIASSFSCSLQNHYYQCVAVRRCIGELSVGAYERVGCCVLCGLDIKNRTRV
RQYLQRILNSDPTCDHMRLRRLNEVTLSDFLGSMWDLHLPSQIVKRAASGMCRKHGRSGTFLSSSTLLVHQACLEWCVLH
ERVRDAVALKVAVMDTQMQQLEGSLRASTCFFCSNRGKCLILCERCQRKSYHYPCALLTGAGVCNILSETMSLICATCLQ
EQEEQGEGETEEEEEEEEEEELLVLF                                                      
>Tcru_XP_807076                                                                 
MAVRALLQVAEKCLVCRVCYTLLRSPVVFSCGHVFCKACAERFIEERPRCPLCNHAVMSRRAITSLPTVASLMGLVQDVA
KSLRLQQTAHVAAVRAGNIAPPRLTEKIVGIQTADEKCFPTAAVRDSLASTPTVDDDADEKTVRVPTIHRNVSMPETQFL
RTSPPPVPVLTDDFVAWEDAETQRISLRSPIASSFSRSLQNHYYQCVAVRRCIGELSVGAYERVGCCFLCGLDIKNRTQV
RQYLQQILNLDPTCDHMRLRRLNEVTLSDFLGSMWDLHLPTQIVKRAASGMCRKHGRSGTFLSSSTLLVHQACLEWCVLH
ERVRDAVALKVAVMDTQMQQLDGSLRASTCFFCSNRGKCLILCERCQRKSYHYPCALLTGAGVCNILSETMSLICATCLQ
EQEEQGEGEAEEEEELLVLF                                                            
>Lmaj_XP_001686768                                                              
MTSTSAPAVDFSCAICLDTATEPVVTRCGHLFCWECLDHWLHSAAGAPECPVCKGRVDERMAGDIIPLYGKGRQQATKAG
SGQGTVSAPVTTTAAATAATESAATVSVSAQEAFFSRPSAYSFAPARDARRSAEASSQQQQPEQQPHHPRPNADRAPPRP
RPQQRHQFQNVHINRGGMPLTMGSGIFFFGGGTGVLFSILVVAIWTLYHYAPWREWVQVSAHWYNRLRGHPEPANTSQAE
HEATTDRPTRARTPPAAARPASAASSMEDPTNDASPPTIVRHLIISLFLVFILIQLLAYV                    
>Lmaj_XP_001683991                                                              
MQTATAPFILRSLYKDAYISDMQIARPITELMMNTIGAQLTNKYDTHIPAIACSLYTLFSMSRVQTLGQEFCDLLPVVKA
HPWQPVGPARVLLLAVLQLVEPTAVFVVARKLFPDLSTADVEEVLRKAVLCALFLFERFGTLPHRIARVRFLSLKPSRTL
QDSDGAPGSYLVLGLVLLVELVVRLWRYSKERTSREAKRSTEAAVITSSDEDAEDARSGKCMLCLSNRKCPTATNCGHIF
CWRCIAEWIQSNPQEAVCPFCRQHITTQSLVPLYFYVAKEPPRVGTATDAAAPPAA                        
>Lmaj_XP_001681177                                                              
MSSHASPRHSREDTPVQRSFADEATAAADLFDLAAPPLQQPLVARLVPLYAGLPTLDLHQNSGNVVVGRGKDISEDYRIN
VSDKLSARHCELAVDPVTLRVELRDLSTNGTFLNGRRVAKGERVVLQNSDRVALTRPAESDAGGGQAPSSAVDDIAANGR
VDYMFQRLKQETTRARISAELTCSVCKSIFHRPCSVLPCMHVFCAGCISGWMAQGEQHTCPKCRVSITDVRPTHRLQSCA
ENYLLASPASRRPVEELAQLDAADTIDPLGMRIGKRSRSDTNDCDDDGKCGSHSDSGSDTVRAVRHAALIFGHAVPLAGP
KCAECNTPSSIDGFQCPAGGPHLRCSACRSCFAERPLCGRPQRCHVCHLAFCHLYRAGGCASTDGTSFQPFKEHEPFSVL
PPQTFSGNTIEQNILSDYLASHSILLKDVWSAALAKLEGGEWVPDMVLLNGAIRADSPVCRRCAATVFAELLFAYRRHLA
SDKLPESVNKRPNCWYGKECRAQFHNEQHAHNYNHVCYQEKRKE                                    
>Lmaj_XP_001681157                                                              
MLQNFQFILRAELLTITSAQGLPQGQRRLMECIQLSDSLVPWEVVHSVVMRATPEEFQCPICMEMPTAPRITECGHVYCL
PCILQYMSRQKVAGAQRKCPMCHDLLTPYTLRPCVLQPVQPRRVGAQARFDLFKRHRNSCVLRRSDDPFLAAPPPPSSAK
AVAIQLPAYMEPMSCQSRYVMTTPQYEAGQRYADCASISERVRELGQLAQPLSESDAEVERFLLEALNEVTKEPKGLPPS
MLRNSPPMAPRPVTTPEGEGDYLELYADGEGQPYYLHMLTVKMLKHDAKLRSAALPDTVTAVIEEVVTMEQTEETRRIYK
VFSHVPLHGMIKLCVVNVDHLVLPETRAAFAAALQRMASDRAQRRHRDDRAASEDASWKQYLMRYSNRSGDCLGFSPDTA
PSDFSIDTESLPYLKLPSTGSAGSDHGLPPNTLDTRQRATKRQDMQSLLVDSAVEPLSRGDTATAKTSSTMAAGCWAQGS
AAKLFAKAERKEATTSTWGGHVFSPK                                                      
>Lmaj_XP_001680942                                                              



MRDSCRARTPSPSHLVPRDCEGASSNTCGSGGGDPTVRPNSTTARPRQRPRHHQQGPRRGCHFTDTPESSGKSSSSSRGS
VGGCVVSTWMNAPPNVVGGVERMANNSHQSSPSSCAAAAVNRPPGTSTSPTTQHKQREAAARPTSRAAPTLLAAAVAFGP
SACMVASGVAVSGTQRSDHNPTDTAARVAQMPVPGASSAAATPQHDCPLRDSSGYPRGSSPTSLRLHATASTAAGTATCG
NLADAQRRRRLKPPPIMSDIASASGRRSCSCPSTRSATAIEATIASSPLATYTVVAASPRAAAAVTHPARTLRSAGSLSS
PSNMLPQGPVSPPNPDFKPLGLWGTSPASAAASTSATTLELEASRATASGADVGSLLTHEMDGGVVIVDPHQAPDDLVCG
VCMSVCRQPTAAACGHLFCRRCLQSWMQENRAATCPLDRTPIRVELLHTDARAQRQINALQCRCPASLSRASQWALRQLG
SASHVLGDRTGEDEADKDDARGDGRAQLEHPRCTWAGCVSDAAAHLRQCPYIIIECPFAKHGCSAEMPRADMAGHVKNGV
ADHLLLVSQALDASTEQCRVLQGEVEVLRQRCPMRYPVALPDVPTGGPAGISEPAVSMYSLSLHGADVPTAALAPALVIA
GGGSSRGATPIAITAFPEEVSPESGSPTRVVGPFGRGASAAVDYPFPVFSQSQPPYPHPHHGSSTIATQANVRRRAATDD
MLLVAAHRVPSGHDATMPMPADTTALRTSSPLHFGAPPASVSVANTAAAAPTFALPAGAAALIPAQAASALPRAAPVVGS
GHCVDRFVWVITDMASRQAPCYSRSFTSHGLPWYVGMDTTASWEQCGVYLFTEGHEHRVDFRVILYHEDPARDVVHVVRD
WQEDYIGKGWGPLRFINRFTLEQDGFLVSGCLRVGIEVVSGPY                                     
>Lmaj_XP_001684465                                                              
MASRDTAGHRELVRFLEALQLVKFDTLPCAAVPTTMRARAELRPFQLQALYWLLSREQPPLLRARAAPRDTGSLILTKEA
TRTLDSGAVNRGDEEDGVTYTGGSGAGGGSGRGRGEVFGKGDDFGAGSSCTTLSASRALTAKVRPPSTGVATRTAVGGAE
DDTSMSMRGQEMTCTVRGGVFADYMGLGKTRTLIALCETTRVPRIDRVTGSLVESAATLIVCPTSLLTQWVREIHHCVQR
PAAAPLRILVYYGARKRHLSLFQVAQSYDYVLTTYQTLCQKQPPAFRFGLTHANGGTTGTGGGSPARTAGFSDADDFAEG
SSFPASADDYDVDRRLQTEVDKLFMIRWGRIILDEAHYIRNMRTHQSRACLKLSGVCRWVVTATPVQNSLNDLYPLLRFL
AVPHFSSLVWWNNEIVRYYNLDPLHPRPVTALSILFGSILLRRTPDSMVDGKPILELPPKRAITYTVGLSREEMRFYQSI
HAKATEKLNALRDCDACAARTPLATFTTAFEMLVRCRQTCLHPYIVVAALRRCHRLPGAEAGRCATASPDGIDRTSATAN
CASSEAARQQREEDQRTARAIDEFIQTVVLRRLRTIKAREFVQSLVEEIKHQKLESRECIICLETVNRPAILPCAHVFCE
ECIKHALQATRRCPLCKRNSKASELLLVPVELLDRTAQQPNTSTGGGDRAGDGRTSAAEPAPEVPLHLDLSDMSNWSLQL
SSKTQYLIDTIRSLPAEDKVVVFSSFLTYLRCAQHWLQAAGVSCALYSGSMTMKQKQSLLELFHDAARPASPRVLLATIS
SCGVGLNLTCANHCFLMEPSWNPGTEEQALNRIYRIGQTKPVTFTKLIADGTIEQNISQLCDRKRALSGYCFSSSVAGAA
ASGGGDGRLRTADLLELFAPEKSSASSDDDDSSEEDDEAEGE                                      
>Lmaj_XP_001684412                                                              
MDWKANALRRRPPSSRKQGAQTHTERSAGVRPHTEDVDQATDHESSDADAIVIPDTAQLMQSKRLQLLADQLERSLRVLN
QKLDRMQKRLENAGRGALLPFQLRRAKQEKEELKREIMATQRTIKRLIFMSTQMKQMMALKNDVLQRTRARLLEEIKTLE
AQVHENSEQIRRGYVQRINMLQRYWPWRQLRELGDTAVGKTFEEELARGPRYRNIGIQNSIQTDYIVQQLHWLQELGNRE
GVFRGHMRLLEGMVEDLNDITELLETTMTCTVCGMLYENPVILWPCGHSFCLPCVECLAIAPSLYRCPTCGSIGSEGFVH
NLLLAETVAKWMFKDKGYGDTQAPLNAIRVYLPRFRQDNIQSRILQLKNNLRESAEGAASPRKDHAERESIAISYRLY  
>Lmaj_XP_001684355                                                              
MSTQLLPFQKEGVGWMMQREMSHIGGIMADHLGMGKTVQMIGLCLVSDKVNKGLYSKQIRQRRMLAEGSRLMTVLRQLQR
ISVVANCSRINRPADDLSLLITTTADLLKTKQGNYKGVREEINKWLTFAGKFHPSYQKRALDFLDDVERKEFHLINSKEL
RTLVVVPAALMLQWKSEIESKVKTSRKITVYLYHGESKLISSTELETFDFVITTYDTLTNSAASAFIPGDDPRTFAFSRK
EAGPLFHIQWKRIILDEAHMIRHARTQRWRAVQELQGLHRWAVTATPLHNSIDDLQNLLHFIGLPRLPVFPGGNAEELLA
DPLLQRSIAKSLQPAFLRRGPVMMRNGVKEVLVKLPPKTEVVIKQPFSVRESHIYNSILARSRSALATSENKEGVFHIFA
MMTRLRQACCHSWISQGRAVQISVCGICKSEASSPVATKCGHAFCHECLLLRFRDAVDGDDIATRIECPACAHTITFSSV
FKKTTPNSSQRIAQYKKNEFELSTKLRMVLRSIYDMQKNHPADKMIIFSQFTSFMDVISVALDRYNIAFLRIDGTMSLSN
RNAVIRQFQTSEHIKIVLASKTATGVGLNLTAANHVVVVDPWWNPAIEEQAVHRCYRIGQKKPVYVTRFIIADTIEQYCY
EICQRKKEFGDAVLRAATAGDSGAKVAASRLRELMSRLKYVGDGEQEDSATKASDDARDGDKGAQQEPSATENEGSHNRE
FSSLHSHDDESETTVV                                                                
>Lmaj_XP_001682283                                                              
MGMSVTMINAIPLLRSMHANCVCPVCFEVFKKPVCFPCGHILCRACATRCIAARPRCPLCNQAVPNMRHCAPLPQLSLLC
VLTREVGLRASGLQLRSSVQNAATPLSHRNHDSSMKRHRGATADDAVEETQGEHQAPRPRRSSLSPPPEQRPFLSLREPR
ASHRVANAVAATEGSTANHAQHTSLPELLRAAAGETQRLQSESPPPPLLMVGEGDDVLLGEAPHRSIIAQVTTSLPSAIA
HRVGDSGALGRGQDQPPTPTPPPALSPSPAPFSTPLQLMCNHITDHADQLDSTPLLSPLPFTAFAVVEAASVTAAASVTH
RSAQASSRVLATEHASNAKKASSWSLWRRGRGVIHCTLTPPAARLLARQSVVADGAGRGKTEAASKTASSSSAASADTAA
SLWHRFGCCALCGLDVVQRAAVRQRLQHLLRSPTAHCDPAELAMQTEESLSLLLGPLWGVCCEVQEHSTNIAQSQVSTCE
GEYTTTELDAVQGSYCCPCRGEVTAHHVTGVAHHNCLAWAGLLDFFTNTSLEDLPAAAAAGVYFVPSMTASLHMTVPLQD
PLGVLAARTSGRVARWQLLAATLCHMHQRDADEESELGKRVQTSGESGAEGPLMTPRCALCEDGAPLLASNSPSFPFGAG
LRVCEGTERGESSCGQQYHYPCALLAGASACIIFGLEDECNVLDASASTPVRDRSAGGKRRGVERPVEVWCGVCHERHEV
CRRRV                                                                           
>Lmaj_XP_001681733                                                              
MMAARRASSMDRSAVGGFDPVAHYSPCPPLPVIGQPQNTALSAGDACPAPHAGLKQHDSGVAVLKSSRKTASSSPYVITD
KTPRAELLAIIMQLQADLTQRTDSVNAIQRNFERLSAMHHAEQLELRRLRLLEKTRSEVAPDGLDAATRQLESVLAEMRH
KALEQQTTFVQMEVDLQAANSSCALQQGIARLIASHADGFRDVLQAEAVAHSQLYQSAMSERAIIGSRNEATQQQLLCKD
VAQLVADHQAQIVTKLIRGGAAESCRLQKSLAQVSTATVQELVRQGLRETAEAVHQYVASIHAADQERVLAEAEGQRDRE
RLRLALGELLRLRLRATEEAEATARQALLFGALQACATAQRAAEEVRLLTANADAAAAATRSSWEVTAALLTRRVSDWHD
AADMRLVDFHDTIEASMAEKARERDAQSQQKTQELLLEERKRLENLHASQMQTMQVDWRRQRDAVQQSHAMQLEQVRSDL
VAQVQVAEDRRVAAERRTGAMEAALIQLKRDHAAEVQAVEAHWRSAVSDAGRHCEQRWRTMLEVYQEGQKAHRGAMLQLF
VDFLCTRGQCVYEEQAERAALCRSHWRNQTQHLREEQAAVMQHGVATADLLERMRCHKEDEAASRAVLHASEASDWAALV



RKEAAHNAQAHHAVSMAAAAAGLEGLRAEMAGREVRWGQRLDALEADLRRAQQKCLGVVRRASDAVVAAQEAQAALQATQ
RDFAAYRCGVSAAAQRIEVAESATESACCCSLCLQLYCQPVACVPCGHIYCANCLLRHARNRSLSSVTSSFASAAGASTS
ENGAVGARAALEVTHWLRGKSTPHAFLFCPECASATVSTVVELPILGELTAKYDYKKRSLAVLLAELR            
>Lmaj_XP_888592                                                                 
MDVPLPSRQFTMVPGQNIDPLFLCPLCHDSWADPVELVPCGDIFCKRCIDAARAQHAVQPMIMQNFQCPLCQTVLQSDKK
PNRMLLNSVLMIEVECRYCHWRGTRESSEQQHTCTGVDGAVKSNHHSTGLSDVAFSTASPPAEGMPTREGGAQASPSPPA
SQPAVCNGPRRAQREIEDGYIPIGDDPSSATLRASDMSPLRDSVDPSQNCIPAEAVSANSSCMVTFPLQTPHTGPTNDSA
SHTCTSTSASPSHPQELWRRYGLSQIEYDQLVGIFMMFDGGTGRLSRGRLRDLCFCMNFVQREDDVGVIFASMDHACKGY
ISQDDFLRWLSTHQPDPSALFGLSRYEYTDALLQFRTADPEYNGVIDASSFRYLCLRHGYAQTPEQAMRHFQLCDERRTG
YVSLRQFLQTLKFIKTGHDGDLAAPPPAISIAVSGSSHSGSGLPQPAAAPRSSSPVHLSRRTGASIGGGGASSFSGTSES
ASLQVSECFLSDTAQASPHPSRQLHAQHHGASNYASLVQPPMSPLRAPSQRQQRQQQRFVNGGGGVATLPVIGQQRPEAS
PTAKAVPASRLHRQNGRGSRGKEECVVM                                                    
                                                                                
                                                                                
*******zf-C3HC4_3***********                                                    
>Hsap_ENSP00000216420                                                           
MAAVFLVTLYEYSPLFYIAVVFTCFIVTTGLVLGWFGWDVPVILRNSEETQFSTRVFKKQMRQVKNPFGLEITNPSSASI
TTGITLTTDCLEDSLLTCYWGCSVQKLYEALQKHVYCFRISTPQALEDALYSEYLYQEQYFIKKDSKEEIYCQLPRDTKI
EDFGTVPRSRYPLVALLTLADEDDREIYDIISMVSVIHIPDRTYKLSCRILYQYLLLAQGQFHDLKQLFMSANNNFTPSN
NSSSEEKNTDRSLLEKVGLSESEVEPSEENSKDCVVCQNGTVNWVLLPCRHTCLCDGCVKYFQQCPMCRQFVQESFALCS
QKEQDKDKPKTL                                                                    
>Hsap_ENSP00000217169                                                           
MGPKDSAKCLHRGPQPSHWAAGDGPTQERCGPRSLGSPVLGLDTCRAWDHVDGQILGQLRPLTEEEEEEGAGATLSRGPA
FPGMGSEELRLASFYDWPLTAEVPPELLAAAGFFHTGHQDKVRCFFCYGGLQSWKRGDDPWTEHAKWFPSCQFLLRSKGR
DFVHSVQETHSQLLGSWDPWEEPEDAAPVAPSVPASGYPELPTPRREVQSESAQEPGGVSPAEAQRAWWVLEPPGARDVE
AQLRRLQEERTCKVCLDRAVSIVFVPCGHLVCAECAPGLQLCPICRAPVRSRVRTFLS                      
>Hsap_ENSP00000227758                                                           
MHKTASQRLFPGPSYQNIKSIMEDSTILSDWTNSNKQKMKYDFSCELYRMSTYSTFPAGVPVSERSLARAGFYYTGVNDK
VKCFCCGLMLDNWKLGDSPIQKHKQLYPSCSFIQNLVSASLGSTSKNTSPMRNSFAHSLSPTLEHSSLFSGSYSSLSPNP
LNSRAVEDISSSRTNPYSYAMSTEEARFLTYHMWPLTFLSPSELARAGFYYIGPGDRVACFACGGKLSNWEPKDDAMSEH
RRHFPNCPFLENSLETLRFSISNLSMQTHAARMRTFMYWPSSVPVQPEQLASAGFYYVGRNDDVKCFCCDGGLRCWESGD
DPWVEHAKWFPRCEFLIRMKGQEFVDEIQGRYPHLLEQLLSTSDTTGEENADPPIIHFGPGESSSEDAVMMNTPVVKSAL
EMGFNRDLVKQTVQSKILTTGENYKTVNDIVSALLNAEDEKREEEKEKQAEEMASDDLSLIRKNRMALFQQLTCVLPILD
NLLKANVINKQEHDIIKQKTQIPLQARELIDTILVKGNAAANIFKNCLKEIDSTLYKNLFVDKNMKYIPTEDVSGLSLEE
QLRRLQEERTCKVCMDKEVSVVFIPCGHLVVCQECAPSLRKCPICRGIIKGTVRTFLS                      
>Hsap_ENSP00000261537                                                           
MSNSRNNRVMVEGVGARVVRGPDWKWGKQDGGEGHVGTVRSFESPEEVVVVWDNGTAANYRCSGAYDLRILDSAPTGIKH
DGTMCDTCRQQPIIGIRWKCAECTNYDLCTVCYHGDKHHLRHRFYRITTPGSERVLLESRRKSKKITARGIFAGARVVRG
VDWQWEDQDGGNGRRGKVTEIQDWSASSPHSAAYVLWDNGAKNLYRVGFEGMSDLKCVQDAKGGSFYRDHCPVLGEQNGN
RNPGGLQIGDLVNIDLDLEIVQSLQHGHGGWTDGMFETLTTTGTVCGIDEDHDIVVQYPSGNRWTFNPAVLTKANIVRSG
DAAQGAEGGTSQFQVGDLVQVCYDLERIKLLQRGHGEWAEAMLPTLGKVGRVQQIYSDSDLKVEVCGTSWTYNPAAVSKV
ASAGSAISNASGERLSQLLKKLFETQESGDLNEELVKAAANGDVAKVEDLLKRPDVDVNGQCAGHTAMQAASQNGHVDIL
KLLLKQNVDVEAEDKDGDRAVHHAAFGDEGAVIEVLHRGSADLNARNKRRQTPLHIAVNKGHLQVVKTLLDFGCHPSLQD
SEGDTPLHDAISKKRDDILAVLLEAGADVTITNNNGFNALHHAALRGNPSAMRVLLSKLPRPWIVDEKKDDGYTALHLAA
LNNHVEVAELLVHQGNANLDIQNVNQQTALHLAVERQHTQIVRLLVRAGAKLDIQDKDGDTPLHEALRHHTLSQLRQLQD
MQDVGKVDAAWEPSKNTLIMGLGTQGAEKKSAASIACFLAANGADLSIRNKKGQSPLDLCPDPNLCKALAKCHKEKVSGQ
VGSRSPSMISNDSETLEECMVCSDMKRDTLFGPCGHIATCSLCSPRVKKCLICKEQVQSRTKIEECVVCSDKKAAVLFQP
CGHMCACENCANLMKKCVQCRAVVERRVPFIMCCGGKSSEDATDDISSGNIPVLQKDKDNTNVNADVQKLQQQLQDIKEQ
TMCPVCLDRLKNMIFLCGHGTCQLCGDRMSECPICRKAIERRILLY                                  
>Hsap_ENSP00000262370                                                           
MGSILSRRIAGVEDIDIQANSAYRYPPKSGNYFASHFFMGGEKFDTPHPEGYLFGENMDLNFLGSRPVQFPYVTPAPHEP
VKTLRSLVNIRKDSLRLVRYKDDADSPTEDGDKPRVLYSLEFTFDADARVAITIYCQASEEFLNGRAVYSPKSPSLQSET
VHYKRGVSQQFSLPSFKIDFSEWKDDELNFDLDRGVFPVVIQAVVDEGDVVEVTGHAHVLLAAFEKHMDGSFSVKPLKQK
QIVDRVSYLLQEIYGIENKNNQETKPSDDENSDNSNECVVCLSDLRDTLILPCRHLCLCTSCADTLRYQANNCPICRLPF
RALLQIRAVRKKPGALSPVSFSPVLAQSLEHDEHSCPFKKSKPHPASLASKKPKRETNSDSVPPGYEPISLLEALNGLRA
VSPAIPSAPLYEEITYSGISDGLSQASCPLAAIDHILDSSRQKGRPQSKAPDSTLRSPSSPIHEEDEEKLSEDVDAPPPL
GGAELALRESSSPESFITEEVDESSSPQQGTRAASIENVLQDSSPEHCGRGPPADIYLPGRPTSMETAHGLATTSPTWPP
LGGPSPDPSAAELTPL                                                                
>Hsap_ENSP00000263464                                                           
MNIVENSIFLSNLMKSANTFELKYDLSCELYRMSTYSTFPAGVPVSERSLARAGFYYTGVNDKVKCFCCGLMLDNWKRGD
SPTEKHKKLYPSCRFVQSLNSVNNLEATSQPTFPSSVTNSTHSLLPGTENSGYFRGSYSNSPSNPVNSRANQDFSALMRS
SYHCAMNNENARLLTFQTWPLTFLSPTDLAKAGFYYIGPGDRVACFACGGKLSNWEPKDNAMSEHLRHFPKCPFIENQLQ



DTSRYTVSNLSMQTHAARFKTFFNWPSSVLVNPEQLASAGFYYVGNSDDVKCFCCDGGLRCWESGDDPWVQHAKWFPRCE
YLIRIKGQEFIRQVQASYPHLLEQLLSTSDSPGDENAESSIIHFEPGEDHSEDAIMMNTPVINAAVEMGFSRSLVKQTVQ
RKILATGENYRLVNDLVLDLLNAEDEIREEERERATEEKESNDLLLIRKNRMALFQHLTCVIPILDSLLTAGIINEQEHD
VIKQKTQTSLQARELIDTILVKGNIAATVFRNSLQEAEAVLYEHLFVQQDIKYIPTEDVSDLPVEEQLRRLQEERTCKVC
MDKEVSIVFIPCGHLVVCKDCAPSLRKCPICRSTIKGTVRTFLS                                    
>Hsap_ENSP00000264033                                                           
MAGNVKKSSGAGGGSGSGGSGSGGLIGLMKDAFQPHHHHHHHLSPHPPGTVDKKMVEKCWKLMDKVVRLCQNPKLALKNS
PPYILDLLPDTYQHLRTILSRYEGKMETLGENEYFRVFMENLMKKTKQTISLFKEGKERMYEENSQPRRNLTKLSLIFSH
MLAELKGIFPSGLFQGDTFRITKADAAEFWRKAFGEKTIVPWKSFRQALHEVHPISSGLEAMALKSTIDLTCNDYISVFE
FDIFTRLFQPWSSLLRNWNSLAVTHPGYMAFLTYDEVKARLQKFIHKPGSYIFRLSCTRLGQWAIGYVTADGNILQTIPH
NKPLFQALIDGFREGFYLFPDGRNQNPDLTGLCEPTPQDHIKVTQEQYELYCEMGSTFQLCKICAENDKDVKIEPCGHLM
CTSCLTSWQESEGQGCPFCRCEIKGTEPIVVDPFDPRGSGSLLRQGAEGAPSPNYDDDDDERADDTLFMMKELAGAKVER
PPSPFSMAPQASLPPVPPRLDLLPQRVCVPSSASALGTASKAASGSLHKDKPLPVPPTLRDLPPPPPPDRPYSVGAESRP
QRRPLPCTPGDCPSRDKLPPVPSSRLGDSWLPRPIPKVPVSAPSSSDPWTGRELTNRHSLPFSLPSQMEPRPDVPRLGST
FSLDTSMSMNSSPLVGPECDHPKIKPSSSANAIYSLAARPLPVPKLPPGEQCEGEEDTEYMTPSSRPLRPLDTSQSSRAC
DCDQQIDSCTYEAMYNIQSQAPSITESSTFGEGNLAAAHANTGPEESENEDDGYDVPKPPVPAVLARRTLSDISNASSSF
GWLSLDGDPTTNVTEGSQVPERPPKPFPRRINSERKAGSCQQGSGPAASAATASPQLSSEIENLMSQGYSYQDIQKALVI
AQNNIEMAKNILREFVSISSPAHVAT                                                      
>Hsap_ENSP00000264122                                                           
MANSMNGRNPGGRGGNPRKGRILGIIDAIQDAVGPPKQAAADRRTVEKTWKLMDKVVRLCQNPKLQLKNSPPYILDILPD
TYQHLRLILSKYDDNQKLAQLSENEYFKIYIDSLMKKSKRAIRLFKEGKERMYEEQSQDRRNLTKLSLIFSHMLAEIKAI
FPNGQFQGDNFRITKADAAEFWRKFFGDKTIVPWKVFRQCLHEVHQISSGLEAMALKSTIDLTCNDYISVFEFDIFTRLF
QPWGSILRNWNFLAVTHPGYMAFLTYDEVKARLQKYSTKPGSYIFRLSCTRLGQWAIGYVTGDGNILQTIPHNKPLFQAL
IDGSREGFYLYPDGRSYNPDLTGLCEPTPHDHIKVTQEQYELYCEMGSTFQLCKICAENDKDVKIEPCGHLMCTSCLTAW
QESDGQGCPFCRCEIKGTEPIIVDPFDPRDEGSRCCSIIDPFGMPMLDLDDDDDREESLMMNRLANVRKCTDRQNSPVTS
PGSSPLAQRRKPQPDPLQIPHLSLPPVPPRLDLIQKGIVRSPCGSPTGSPKSSPCMVRKQDKPLPAPPPPLRDPPPPPPE
RPPPIPPDNRLSRHIHHVESVPSRDPPMPLEAWCPRDVFGTNQLVGCRLLGEGSPKPGITASSNVNGRHSRVGSDPVLMR
KHRRHDLPLEGAKVFSNGHLGSEEYDVPPRLSPPPPVTTLLPSIKCTGPLANSLSEKTRDPVEEDDDEYKIPSSHPVSLN
SQPSHCHNVKPPVRSCDNGHCMLNGTHGPSSEKKSNIPDLSIYLKGDVFDSASDPVPLPPARPPTRDNPKHGSSLNRTPS
DYDLLIPPLGEDAFDALPPSLPPPPPPARHSLIEHSKPPGSSSRPSSGQDLFLLPSDPFVDLASGQVPLPPARRLPGENV
KTNRTSQDYDQLPSCSDGSQAPARPPKPRPRRTAPEIHHRKPHGPEAALENVDAKIAKLMGEGYAFEEVKRALEIAQNNV
EVARSILREFAFPPPVSPRLNL                                                          
>Hsap_ENSP00000264198                                                           
MESGGRPSLCQFILLGTTSVVTAALYSVYRQKARVSQELKGAKKVHLGEDLKSILSEAPGKCVPYAVIEGAVRSVKETLN
SQFVENCKGVIQRLTLQEHKMVWNRTTHLWNDCSKIIHQRTNTVPFDLVPHEDGVDVAVRVLKPLDSVDLGLETVYEKFH
PSIQSFTDVIGHYISGERPKGIQETEEMLKVGATLTGVGELVLDNNSVRLQPPKQGMQYYLSSQDFDSLLQRQESSVRLW
KVLALVFGFATCATLFFILRKQYLQRQERLRLKQMQEEFQEHEAQLLSRAKPEDRESLKSACVVCLSSFKSCVFLECGHV
CSCTECYRALPEPKKCPICRQAITRVIPLYNS                                                
>Hsap_ENSP00000269391                                                           
MGALTSRQHAGVEEVDIPSNSVYRYPPKSGSYFASHFIMGGEKFDSTHPEGYLFGENSDLNFLGNRPVVFPYAAPPPQEP
VKTLRSLVNIRKDTLRLVKCAEEVKSPGEEASKAKVHYNVEFTFDTDARVAITIYYQATEEFQNGIASYIPKDNSLQSET
VQYKRGVCQQFCLPSHTVDPSEWAEEELGFDLDREVYPLVVHAVVDEGDEYFGHCHVLLGTFEKHTDGTFCVKPLKQKQV
VDGVSYLLQEIYGIENKYNTQDSKVAEDEVSDNSAECVVCLSDVRDTLILPCRHLCLCNTCADTLRYQANNCPICRLPFR
ALLQIRAMRKKLGPLSPTSFNPIISSQTSDSEEHPSSENIPPGYEVVSLLEALNGPLTPSPAVPPLHVLGDGHLSGMLPS
YGSDGHLPPVRTISPLDRLSDSSSQGLKLKKSLSKSTSQNSSVLHEEEDEHSCSESETQLSQRPSVQHLGEECGVTPESE
NLTLSSSGAIDQSSCTGTPLSSTISSPEGPASSSLAQSVMSMASSQISTDTVSSMSGSYIAPGTEEEGEALSSPQPASRA
PSEEGEGLPAESPDSNFAGLPAGEQDAEGNDVIEEEDGSPTQEGQRTCAFLGMECDNNNDFDIASVKALDNKLCSEVCLP
GAWQADDNAVSRNAQRRRLSSSSLEDSETRPCVWGPLAV                                         
>Hsap_ENSP00000270279                                                           
MALAVAPWGRQWEEARALGRAVRMLQRLEEQCVDPRLSVSPPSLRDLLPRTAQLLREVAHSRRAAGGGGPGGPGGSGDFL
LIYLANLEAKSRQVAALLPPRGRRSANDELFRAGSRLRRQLAKLAIIFSHMHAELHALFPGGKYCGHMYQLTKAPAHTFW
RESCGARCVLPWAEFESLLGTCHPVEPGCTALALRTTIDLTCSGHVSIFEFDVFTRLFQPWPTLLKNWQLLAVNHPGYMA
FLTYDEVQERLQACRDKPGSYIFRPSCTRLGQWAIGYVSSDGSILQTIPANKPLSQVLLEGQKDGFYLYPDGKTHNPDLT
ELGQAEPQQRIHVSEEQLQLYWAMDSTFELCKICAESNKDVKIEPCGHLLCSCCLAAWQHSDSQTCPFCRCEIKGWEAVS
IYQFHGQATAEDSGNSSDQEGRELELGQVPLSAPPLPPRPDLPPRKPRNAQPKVRLLKGNSPPAALGPQDPAPA      
>Hsap_ENSP00000300417                                                           
MPLFFRKRKPSEEARKRLEYQMCLAKEAGADDILDISKCELSEIPFGAFATCKVLQKKVLIVHTNHLTSLLPKSCSLLSL
ATIKVLDLHDNQLTALPDDLGQLTALQVLNVERNQLMQLPRSIGNLTQLQTLNVKDNKLKELPDTVGELRSLRTLNISGN
EIQRLPQMLAHVRTLEMLSLDASAMVYPPREVCGAGTAAILQFLCKESGLEYYPPSQYLLPILEQDGIENSRDSPDGPTD
RFSREELEWQNRFSDYEKRKEQKMLEKLEFERRLELGQREHTQLLQQSSSQKDEILQTVKEEQSRLEQGLSEHQRHLNAE
RQRLQEQLKQTEQNISSRIQKLLQDNQRQKKSSEILKSLENERIRMEQLMSITQEETESLRRRDVASAMQQMLTESCKNR
LIQMAYESQRQNLVQQACSSMAEMDERFQQILSWQQMDQNKAISQILQESAMQKAAFEALQVKKDLMHRQIRSQIKLIET



ELLQLTQLELKRKSLDTESLQEMISEQRWALSSLLQQLLKEKQQREEELREILTELEAKSETRQENYWLIQYQRLLNQKP
LSLKLQEEGMERQLVALLEELSAEHYLPIFAHHRLSLDLLSQMSPGDLAKVGVSEAGLQHEILRRVQELLDAARIQPELK
PPMGEVVTPTAPQEPPESVRPSAPPAELEVQASECVVCLEREAQMIFLNCGHVCCCQQCCQPLRTCPLCRQDIAQRLRIY
HSS                                                                             
>Hsap_ENSP00000312439                                                           
MEAVYLVVNGLGLVLDVLTLVLDLNFLLVSSLLASLAWLLAFVYNLPHTVLTSLLHLGRGVLLSLLALIEAVVRFTCGGL
QALCTLLYSCCSGLESLKLLGHLASHGALRSREILHRGVLNVVSSGHALLRQACDICAIAMSLVAYVINSLVNICLIGTQ
NLFSLVLALWDAVTGPLWRMTDVVAAFLAHISSSAVAMAILLWTPCQLALELLASAARLLASFVLVNLTGLVLLACVLAV
TVTVLHPDFTLRLATQALSQLHARPSYHRLREDVMRLSRLALGSEAWRRVWSRSLQLASWPNRGGAPGAPQGDPMRVFSV
RTRRQDTLPEAGRRSEAEEEEARTIRVTPVRGRERLNEEEPPGGQDPWKLLKEQEERKKCVICQDQSKTVLLLPCRHLCL
CQACTEILMRHPVYHRNCPLCRRGILQTLNVYL                                               
>Hsap_ENSP00000326170                                                           
MWATCCNWFCLDGQPEEVPPPQGARMQAYSNPGYSSFPSPTGLEPSCKSCGAHFANTARKQTCLDCKKNFCMTCSSQVGN
GPRLCLLCQRFRATAFQREELMKMKVKDLRDYLSLHDISTEMCREKEELVLLVLGQQPVISQEDRTRASTLSPDFPEQQA
FLTQPHSSMVPPTSPNLPSSSAQATSVPPAQVQENQQANGHVSQDQEEPVYLESVARVPAEDETQSIDSEDSFVPGRRAS
LSDLTDLEDIEGLTVRQLKEILARNFVNYKGCCEKWELMERVTRLYKDQKGLQHLVSGAEDQNGGAVPSGLEENLCKICM
DSPIDCVLLECGHMVTCTKCGKRMNECPICRQYVIRAVHVFRS                                     
>Hsap_ENSP00000329918                                                           
MPSSLFADLERNGSGGGGGGSSGGGETLDDQRALQLALDQLSLLGLDSDEGASLYDSEPRKKSVNMTECVPVPSSEHVAE
IVGRQGCKIKALRAKTNTYIKTPVRGEEPVFVVTGRKEDVAMARREIISAAEHFSMIRASRNKNTALNGAVPGPPNLPGQ
TTIQVRVPYRVVGLVVGPKGATIKRIQQQTHTYIVTPSRDKEPVFEVTGMPENVDRAREEIEAHIALRTGGIIELTDEND
FHANGTDVGFDLHHGSGGSGPGSLWSKPTPSITPTPGRKPFSSYRNDSSSSLGSASTDSYFGGGTSSSAAATQRLADYSP
PSPALSFAHNGNNNNNGNGYTYTAGGEASVPSPDGCPELQPTFDPAPAPPPGAPLIWAQFERSPGGGPAAPVSSSCSSSA
SSSASSSSVVFPGGGASAPSNANLGLLVHRRLHPGTSCPRLSPPLHMAPGAGEHHLARRVRSDPGGGGLAYAAYANGLGA
QLPGLQPSDTSGSSSSSSSSSSSSSSSSGLRRKGSRDCSVCFESEVIAALVPCGHNLFCMECANRICEKSEPECPVCHTA
VTQAIRIFS                                                                       
>Hsap_ENSP00000346850                                                           
MRKAGATSMWASCCGLLNEVMGTGAVRGQQSAFAGATGPFRFTPNPEFSTYPPAATEGPNIVCKACGLSFSVFRKKHVCC
DCKKDFCSVCSVLQENLRRCSTCHLLQETAFQRPQLMRLKVKDLRQYLILRNIPIDTCREKEDLVDLVLCHHGLGSEDDM
DTSSLNSSRSQTSSFFTRSFFSNYTAPSATMSSFQGELMDGDQTSRSGVPAQVQSEITSANTEDDDDDDDEDDDDEEENA
EDRNPGLSKERVRASLSDLSSLDDVEGMSVRQLKEILARNFVNYSGCCEKWELVEKVNRLYKENEENQKSYGERLQLQDE
EDDSLCRICMDAVIDCVLLECGHMVTCTKCGKRMSECPICRQYVVRAVHVFKS                           
>Hsap_ENSP00000347858                                                           
MTFNSFEGSKTCVPADINKEEEFVEEFNRLKTFANFPSGSPVSASTLARAGFLYTGEGDTVRCFSCHAAVDRWQYGDSAV
GRHRKVSPNCRFINGFYLENSATQSTNSGIQNGQYKVENYLGSRDHFALDRPSETHADYLLRTGQVVDISDTIYPRNPAM
YSEEARLKSFQNWPDYAHLTPRELASAGLYYTGIGDQVQCFCCGGKLKNWEPCDRAWSEHRRHFPNCFFVLGRNLNIRSE
SDAVSSDRNFPNSTNLPRNPSMADYEARIFTFGTWIYSVNKEQLARAGFYALGEGDKVKCFHCGGGLTDWKPSEDPWEQH
AKWYPGCKYLLEQKGQEYINNIHLTHSLEECLVRTTEKTPSLTRRIDDTIFQNPMVQEAIRMGFSFKDIKKIMEEKIQIS
GSNYKSLEVLVADLVNAQKDSMQDESSQTSLQKEISTEEQLRRLQEEKLCKICMDRNIAIVFVPCGHLVTCKQCAEAVDK
CPMCYTVITFKQKIFMS                                                               
>Hsap_ENSP00000349298                                                           
MLCYVTRPDAVLMEVEVEAKANGEDCLNQVCRRLGIIEVDYFGLQFTGSKGESLWLNLRNRISQQMDGLAPYRLKLRVKF
FVEPHLILQEQTRHIFFLHIKEALLAGHLLCSPEQAVELSALLAQTKFGDYNQNTAKYNYEELCAKELSSATLNSIVAKH
KELEGTSQASAEYQVLQIVSAMENYGIEWHSVRDSEGQKLLIGVGPEGISICKDDFSPINRIAYPVVQMATQSGKNVYLT
VTKESGNSIVLLFKMISTRAASGLYRAITETHAFYRCDTVTSAVMMQYSRDLKGHLASLFLNENINLGKKYVFDIKRTSK
EVYDHARRALYNAGVVDLVSRNNQSPSHSPLKSSESSMNCSSCEGLSCQQTRVLQEKLRKLKEAMLCMVCCEEEINSTFC
PCGHTVCCESCAAQLQSCPVCRSRVEHVQHVYLPTHTSLLNLTVI                                   
>Hsap_ENSP00000356150                                                           
MTSFSTSAQCSTSDSACRISPGQINQVRPKLPLLKILHAAGAQGEMFTVKEVMHYLGQYIMVKQLYDQQEQHMVYCGGDL
LGELLGRQSFSVKDPSPLYDMLRKNLVTLATATTDAAQTLALAQDHSMDIPSQDQLKQSAEESSTSRKRTTEDDIPTLPT
SEHKCIHSREDEDLIENLAQDETSRLDLGFEEWDVAGLPWWFLGNLRSNYTPRSNGSTDLQTNQDVGTAIVSDTTDDLWF
LNESVSEQLGVGIKVEAADTEQTSEEVGKVSDKKVIEVGKNDDLEDSKSLSDDTDVEVTSEDEWQCTECKKFNSPSKRYC
FRCWALRKDWYSDCSKLTHSLSTSDITAIPEKENEGNDVPDCRRTISAPVVRPKDAYIKKENSKLFDPCNSVEFLDLAHS
SESQETISSMGEQLDNLSEQRTDTENMEDCQNLLKPCSLCEKRPRDGNIIHGRTGHLVTCFHCARRLKKAGASCPICKKE
IQLVIKVFIA                                                                      
>Hsap_ENSP00000358795                                                           
MGNNFSSIPSLPRGNPSRAPRGHPQNLKDSIGGPFPVTSHRCHHKQKHCPAVLPSGGLPATPLLFHPHTKGSQILMDLSH
KAVKRQASFCNAITFSNRPVLIYEQVRLKITKKQCCWSGALRLGFTSKDPSRIHPDSLPKYACPDLVSQSGFWAKALPEE
FANEGNIIAFWVDKKGRVFHRINDSAVMLFFSGVRTADPLWALVDVYGLTRGVQLLDSELVLPDCLRPRSFTALRRPSLR
READDARLSVSLCDLNVPGADGDEAAPAAGCPIPQNSLNSQHSRALPAQLDGDLRFHALRAGAHVRILDEQTVARVEHGR
DERALVFTSRPVRVAETIFVKVTRSGGARPGALSFGVTTCDPGTLRPADLPFSPEALVDRKEFWAVCRVPGPLHSGDILG
LVVNADGELHLSHNGAAAGMQLCVDASQPLWMLFGLHGTITQIRILGSTILAERGIPSLPCSPASTPTSPSALGSRLSDP



LLSTCSSGPLGSSAGGTAPNSPVSLPESPVTPGLGQWSDECTICYEHAVDTVIYTCGHMCLCYACGLRLKKALHACCPIC
RRPIKDIIKTYRSS                                                                  
>Hsap_ENSP00000358815                                                           
MGNTVHRTLPDPSPPARLLATRPCCGPGPERRPVLGEAPRFHAQAKGKNVRLDGHSRRATRRNSFCNGVTFTQRPIRLYE
QVRLRLVAVRPGWSGALRFGFTAHDPSLMSAQDIPKYACPDLVTRPGYWAKALPENLALRDTVLAYWADRHGRVFYSVND
GEPVLFHCGVAVGGPLWALIDVYGITDEVQLLESAFADTLTPARLSQARFSACLPPSSHDAANFDNNELENNQVVAKLGH
LALGRAPGPPPADAAAAAIPCGPRERPRPASSPALLEADLRFHATRGPDVSLSADRKVACAPRPDGGRTLVFSERPLRPG
ESLFVEVGRPGLAAPGALAFGITSCDPGVLRPNELPADPDALLDRKEYWVVARAGPVPSGGDALSFTLRPGGDVLLGING
RPRGRLLCVDTTQALWAFFAVRGGVAGQLRLLGTLQSSPATTTPSGSLSGSQDDSDSDMTFSVNQSSSASESSLVTAPSS
PLSPPVSPVFSPPEPAGIKNGECTVCFDGEVDTVIYTCGHMCLCHSCGLRLKRQARACCPICRRPIKDVIKIYRP     
>Hsap_ENSP00000373476                                                           
MPSSLGQPDGGGGGGGGGGGVGAAGEDPGPGPAPPPEGAQEAAPAPRPPPEPDDAAAALRLALDQLSALGLGGAGDTDEE
GAAGDGAAAAGGADGGAAPEPVPPDGPEAGAPPTLAPAVAPGSLPLLDPNASPPPPPPPRPSPPDVFAGFAPHPAALGPP
TLLADQMSVIGSRKKSVNMTECVPVPSSEHVAEIVGRQGCKIKALRAKTNTYIKTPVRGEEPVFIVTGRKEDVEMAKREI
LSAAEHFSIIRATRSKAGGLPGAAQGPPNLPGQTTIQVRVPYRVVGLVVGPKGATIKRIQQRTHTYIVTPGRDKEPVFAV
TGMPENVDRAREEIEAHITLRTGAFTDAGPDSDFHANGTDVCLDLLGAAASLWAKTPNQGRRPPTATAGLRGDTALGAPS
APEAFYAGSRGGPSVPDPGPASPYSGSGNGGFAFGAEGPGAPVGTAAPDDCDFGFDFDFLALDLTVPAAATIWAPFERAA
PLPAFSGCSTVNGAPGPPAAGARRSSGAGTPRHSPTLPEPGGLRLELPLSRRGAPDPVGALSWRPPQGPVSFPGGAAFST
ATSLPSSPAAAACAPLDSGASENSRKPPSASSAPALARECVVCAEGEVMAALVPCGHNLFCMDCAVRICGKSEPECPACR
TPATQAIRVETETPQPGGASALQRQY                                                      
>Hsap_ENSP00000373718                                                           
MASKGAGMSFSRKSYRLTSDAEKSRVTGIVQEKLLNDYLNRIFSSSEHAPPAATSRKPLNFQNLPEHLDQLLQVDNEEEE
SQGQVEGRLGPSTVVLDHTGGFEGLLLVDDDLLGVIGHSNFGTIRSTTCVYKGKWLYEVLISSQGLMQIGWCTISCRFNQ
EEGVGDTHNSYAYDGNRVRKWNVTTTNYGKAWAAGDIVSCLIDLDDGTLSFCLNGVSLGTAFENLSRGLGMAYFPAISLS
FKESVAFNFGSRPLRYPVAGYRPLQDPPSADLVRAQRLLGCFRAVLSVELDPVEGRLLDKESSKWRLRGQPTVLLTLAHI
FHHFAPLLRKVYLVEAVLMSFLLGIVEKGTPTQAQSVVHQVLDLLWLFMEDYEVQDCLKQLMMSLLRLYRFSPIVPDLGL
QIHYLRLTIAILRHEKSRKFLLSNVLFDVLRSVVFFYIKSPLRVEEAGLQELIPTTWWPHCSSREGKESTEMKEETAEER
LRRRAYERGCQRLRKRIEVVEELQVQILKLLLDNKDDNGGEASRYIFLTKFRKFLQENASGRGNMPMLCPPEYMVCFLHR
LISALRYYWDEYKASNPHASFSEEAYIPPQVFYNGKVDYFDLQRLGGLLSHLRKTLKDDLASKANIVIDPLELQSTAMDD
LDEDEEPAPAMAQRPMQALAVGGPLPLPRPGWLSSPTLGRANRFLSTAAVSLMTPRRPLSTSEKVKVRTLSVEQRTREDI
EGSHWNEGLLLGRPPEEPEQPLTENSLLEVLDGAVMMYNLSVHQQLGKMVGVSDDVNEYAMALRDTEDKLRRCPKRRKDI
LAELTKSQKVFSEKLDHLSRRLAWVHATVYSQEKMLDIYWLLRVCLRTIEHGDRTGSLFAFMPEFYLSVAINSYSALKNY
FGPVHSMEELPGYEETLTRLAAILAKHFADARIVGTDIRDSLMQALASYVCYPHSLRAVERIPEEQRIAMVRNLLAPYEQ
RPWAQTNWILVRLWRGCGFGYRYTRLPHLLKTKLEDANLPSLQKPCPSTLLQQHMADLLQQGPDVAPSFLNSVLNQLNWA
FSEFIGMIQEIQQAAERLERNFVDSRQLKVCATCFDLSVSLLRVLEMTITLVPEIFLDWTRPTSEMLLRRLAQLLNQVLN
RVTAERNLFDRVVTLRLPGLESVDHYPILVAVTGILVQLLVRGPASEREQATSVLLADPCFQLRSICYLLGQPEPPAPGT
ALPAPDRKRFSLQSYADYISADELAQVEQMLAHLTSASAQAAAASLPTSEEDLCPICYAHPISAVFQPCGHKSCKACINQ
HLMNNKDCFFCKTTTSNLLACLYPHWWEPSHGPNCA                                            
>Hsap_ENSP00000377942                                                           
MIVFGWAVFLASRSLGQGLLLTLEEHIAHFLGTGGAATTMGNSCICRDDSGTDDSVDTQQQQAENSAVPTADTRSQPRDP
VRPPRRGRGPHEPRRKKQNVDGLVLDTLAVIRTLVDNDQEPPYSMITLHEMAETDEGWLDVVQSLIRVIPLEDPLGPAVI
TLLLDECPLPTKDALQKLTEILNLNGEVACQDSSHPAKHRNTSAVLGCLAEKLAGPASIGLLSPGILEYLLQCLKLQSHP
TVMLFALIALEKFAQTSENKLTISESSISDRLVTLESWANDPDYLKRQVGFCAQWSLDNLFLKEGRQLTYEKVNLSSIRA
MLNSNDVSEYLKISPHGLEARCDASSFESVRCTFCVDAGVWYYEVTVVTSGVMQIGWATRDSKFLNHEGYGIGDDEYSCA
YDGCRQLIWYNARSKPHIHPCWKEGDTVGFLLDLNEKQMIFFLNGNQLPPEKQVFSSTVSGFFAAASFMSYQQCEFNFGA
KPFKYPPSMKFSTFNDYAFLTAEEKIILPRHRRLALLKQVSIRENCCSLCCDEVADTQLKPCGHSDLCMDCALQLETCPL
CRKEIVSRIRQISHIS                                                                
>Hsap_ENSP00000385610                                                           
MPSGSSAALALAAAPAPLPQPPPPPPPPPPPLPPPSGGPELEGDGLLLRERLAALGLDDPSPAEPGAPALRAPAAAAQGQ
ARRAAELSPEERAPPGRPGAPEAAELELEEDEEEGEEAELDGDLLEEEELEEAEEEDRSSLLLLSPPAATASQTQQIPGG
SLGSVLLPAARFDAREAAAAAAAAGVLYGGDDAQGMMAAMLSHAYGPGGCGAAAAALNGEQAALLRRKSVNTTECVPVPS
SEHVAEIVGRQGCKIKALRAKTNTYIKTPVRGEEPIFVVTGRKEDVAMAKREILSAAEHFSMIRASRNKNGPALGGLSCS
PNLPGQTTVQVRVPYRVVGLVVGPKGATIKRIQQQTHTYIVTPSRDKEPVFEVTGMPENVDRAREEIEMHIAMRTGNYIE
LNEENDFHYNGTDVSFEGGTLGSAWLSSNPVPPSRARMISNYRNDSSSSLGSGSTDSYFGSNRLADFSPTSPFSTGNFWF
GDTLPSVGSEDLAVDSPAFDSLPTSAQTIWTPFEPVNPLSGFGSDPSGNMKTQRRGSQPSTPRLSPTFPESIEHPLARRV
RSDPPSTGNHVGLPIYIPAFSNGTNSYSSSNGGSTSSSPPESRRKHDCVICFENEVIAALVPCGHNLFCMECANKICEKR
TPSCPVCQTAVTQAIQIHS                                                             
>Hsap_ENSP00000412957                                                           
MTGYEARLITFGTWMYSVNKEQLARAGFYAIGQEDKVQCFHCGGGLANWKPKEDPWEQHAKWYPGCKYLLEEKGHEYINN
IHLTRSLEGALVQTTKKTPSLTKRISDTIFPNPMLQEAIRMGFDFKDVKKIMEERIQTSGSNYKTLEVLVADLVSAQKDT
TENELNQTSLQREISPEEPLRRLQEEKLCKICMDRHIAVVFIPCGHLVTCKQCAEAVDRCPMCSAVIDFKQRVFMS    
>Hsap_ENSP00000417281                                                           



MVRSRQMCNTNMSVPTDGAVTTSQIPASEQETLVRPKPLLLKLLKSVGAQKDTYTMKEVLFYLGQYIMTKRLYDEKQQHI
VYCSNDLLGDLFGVPSFSVKEHRKIYTMIYRNLVVVNQQESSDSGTSVSENRCHLEGGSDQKDLVQELQEEKPSSSHLVS
RPSTSSRRRAISETEENSDELSGERQRKRHKSDSISLSFDESLALCVIREICCERSSSSESTGTPSNPDLDAGVSEHSGD
WLDQDSVSDQFSVEFEVESLDSEDYSLSEEGQELSDEDDEVYQVTVYQAGESDTDSFEEDPEISLADYWKCTSCNEMNPP
LPSHCNRCWALRENWLPEDKGKDKGEISEKAKLENSTQAEEGFDVPDCKKTIVNDSRESCVEENDDKITQASQSQESEDY
SQPSTSSSIIYSSQEDVKEFEREETQDKEESVESSLPLNAIEPCVICQGRPKNGCIVHGKTGHLMACFTCAKKLKKRNKP
CPVCRQPIQMIVLTYFP                                                               
>Hsap_ENSP00000426103                                                           
MAGALRRGRALGSRPSGPTVSSRRSPQCPVAQEGLGARSRPRVAPRSLARCGPSSRLMGWKPSEARGQSQSFQASGLQPR
SLKAARRATGRPDRSRAARPTMDPSAHRSRAAPPNMDPDPQAGVQVGMRVVRGVDWKWGQQDGGEGGVGTVVELGRHGSP
STPDRTVVVQWDQGTRTNYRAGYQGAHDLLLYDNAQIGVRHPNIICDCCKKHGLRGMRWKCRVCLDYDLCTQCYMHNKHE
LAHAFDRYETAHSRPVTLSPRQGLPRIPLRGIFQGAKVVRGPDWEWGSQDGGEGKPGRVVDIRGWDVETGRSVASVTWAD
GTTNVYRVGHKGKVDLKCVGEAAGGFYYKDHLPRLGKPAELQRRVSADSQPFQHGDKVKCLLDTDVLREMQEGHGGWNPR
MAEFIGQTGTVHRITDRGDVRVQFNHETRWTFHPGALTKHHSFWVGDVVRVIGDLDTVKRLQAGHGEWTDDMAPALGRVG
KVVKVFGDGNLRVAVAGQRWTFSPSCLVAYRPEEDANLDVAERARENKSSLSVALDKLRAQKSDPEHPGRLVVEVALGNA
ARALDLLRRRPEQVDTKNQGRTALQVAAYLGQVELIRLLLQARAGVDLPDDEGNTALHYAALGNQPEATRVLLSAGCRAD
AINSTQSTALHVAVQRGFLEVVRALCERGCDVNLPDAHSDTPLHSAISAGTGASGIVEVLTEVPNIDVTATNSQGFTLLH
HASLKGHALAVRKILARARQLVDAKKEDGFTALHLAALNNHREVAQILIREGRCDVNVRNRKLQSPLHLAVQQAHVGLVP
LLVDAGCSVNAEDEEGDTALHVALQRHQLLPLVADGAGGDPGPLQLLSRLQASGLPGSAELTVGAAVACFLALEGADVSY
TNHRGRSPLDLAAEGRVLKALQGCAQRFRERQAGGGAAPGPRQTLGTPNTVTNLHVGAAPGPEAAECLVCSELALLVLFS
PCQHRTVCEECARRMKKCIRCQVVVSKKLRPDGSEVASAAPAPGPPRQLVEELQSRYRQMEERITCPICIDSHIRLVFQC
GHGACAPCGSALSACPICRQPIRDRIQIFV                                                  
>Hsap_ENSP00000432845                                                           
MPSLVVSGIMERNGGFGELGCFGGSAKDRGLLEDERALQLALDQLCLLGLGEPPAPTAGEDGGGGGGGAPAQPAAPPQPA
PPPPPAAPPAAPTAAPAAQTPQPPTAPKGASDAKLCALYKEAELRLKGSSNTTECVPVPTSEHVAEIVGRQGCKIKALRA
KTNTYIKTPVRGEEPVFMVTGRREDVATARREIISAAEHFSMIRASRNKSGAAFGVAPALPGQVTIRVRVPYRVVGLVVG
PKGATIKRIQQQTNTYIITPSRDRDPVFEITGAPGNVERAREEIETHIAVRTGKILEYNNENDFLAGSPDAAIDSRYSDA
WRVHQPGCKPLSTFRQNSLGCIGECGVDSGFEAPRLGEQGGDFGYGGYLFPGYGVGKQDVYYGVAETSPPLWAGQENATP
TSVLFSSASSSSSSSAKARAGPPGAHRSPATSAGPELAGLPRRPPGEPLQGFSKLGGGGLRSPGGGRDCMVCFESEVTAA
LVPCGHNLFCMECAVRICERTDPECPVCHITATQAIRIFS                                        
>Cint_ENSCINP00000000045                                                        
MESYRLSTFMKYPQDTPVNPRHLAAAGFHYTGYKDRVKCFCCGLCVESWCVGDDVKSPRWHRSNCEFILGQDCGNQPIGS
QNISVQQTARPVPAGMIMKSGPSEFRFTFVILTFLTLYSTRPKVELATIASPYHEQLVRSLDLRKESDRFKTYENWPAQN
RTVYASDLARSGFFYLGNLDRVQCFSCGGVLRNWNYGDNITAEHRRHFPHCRFVRKKTVYQTANVLRGGFFTNQFIPYMR
NEESRFETFDHRWPASNVRASPRQIAKAGFFFLGDRDRVKCWYCNGGLQNWDPDDEPWTEHAKWFPTHREVVGKYKGPDF
VHRMVSLYPNLPRPILRGPFDVPPRVPGANQRAPSPPPPIIDHKVAKQQEQVNKFMLGDLVKSATEMGFETSVIRRVVTR
RLTSGGNLYTSVADLVDDITANENEPNSDDDDETNASQPSQTTTVKTPGDYDVINVTIVLRYILDRPIIHCKQEQTKWRP
VKQKQQLEELFDRHFIKFFRNKVGIKSLKIITNIVWWWLRYVTPSMEARIRELQEERKCKICLDKVADIVFVPCGHLCTC
TECAEALRKCPICRSKIRERDQNLHIYVGW                                                  
>Cint_ENSCINP00000000466                                                        
MELANNLFSDIETDGMKVNTTSEPSDKRCVYITPGQKEREDYRITTFNKFPSNKPVDKMKLSSNGFLYTGFKDRVKCFRC
GQCVEGLNGTENMGLPGWHKPDCEFANGTDTTNVPLLRHKIQQNLPSLQNASFVQSIPNQDQTTLSAGELLKFGNIDQTT
NQVVTPRNLPVQQSSNQFGQMYQTATIHKPHLQVPFSVLQSTRATEPAPRCAENSQFPCSNPRNPHMKSERVRLQTFMNN
LGKWSSHGIVTTPEQMADAGLFYLSDRDRTKCWYCNGGLQNWEPNDDPWYEHAKWFPECEFVLQQKGELYVHRIARQFPN
LNRPRISNPYQLFGRSNNDVPPPQPQPQSPGPVIIDPQEEQRKLKSKIDEEMESSAVVDGAKQMGFEEKEIKRAITKNMK
ENGKSFSTLLSLVDAILADSDDDNTSSEEQSEAPTAPETTLTFNTDQQSTASELQRLEMARFCKICRQKEAVVVLLPCGH
LSCCDTCGKKITKCPTCKLAVTDKVHSFIA                                                  
>Cint_ENSCINP00000000487                                                        
MSIELFKEENRRETFKTWSAAFNDEFVKELARSGFFYLGNLDRTQCFSCSGVLRNWRASDDVNVEHFRHFPHCKMGSNSE
SKNVPLPLDHPIDVDDIPEPPDPSPKEQENLVKMFTLGAPMNPHMRSLDARVATFDRRWPARKVKASATHIAKAGFYFLG
DRDRAKCWYCNGGLQNWDANDEPWVEHAKWFPGCEFVLRNKGIAFVHEIYTNNPNLNRPEIQNARSEYLTSPKKNGGVMI
SQTATITAGDVLANYLPPPPPDGVERSPETGSATDVDAMMKNEVVSVVTSMGFGHDLIRKAVEKHISNNGSNPPTTEGLL
ELILQLDENDDVIADDVINGDVMQDDIGAIGGIVISQGEGVETKSSLKRNNDKAEQDSDQKPMKQQKFDTNAFEELESLE
MERRCRACRNHVADTVVMPCGHLCFCSSCSSSSKRCGLCREKIQSVMKVYLS                            
>Cint_ENSCINP00000001697                                                        
MTMRSENMYTTIRTNDFLSSQGRSSTISKGYRSISKAITDTTRGGTSGATEFFDELPKELQCPKCGDLFDRPVLLSCSHT
LCMDCAEDAIEYAELELKQRRRFSCPICRSAIKYNATGIESLPRNINIEEAVARFKKEGKSHYPVCDQHAAFKMEMLMWC
EECKVNICPLCAVGDEHKQHKITPMQVVEKF                                                 
>Cint_ENSCINP00000002256                                                        
MESYRLSTFMKYPQDTPVNPRHLAAAGFHYTGYKDRVKCFCCGLCVESWCVGDDVKSPRWHRSNCEFILGQDCGNQPIDH
MVWLQVVCSATLCDHLVQLGQGGIYSETLAGYVTCPYMRNEESRFETFDHRWPASNVRASPRQIAKAGFFFLGDRDRVKC
WYCNGGLQNWDPDDEPWTEHAKWFPTCEFLLQRKGPDFVHRMVSLYPNLPRPILRGPFDVPPRAEVAKQQEQVNKFMLGD



LVKSATEMGFETSVIRRVVTRRLTSGGNLYTSVADLVDDITANENEPNSDDDDETNASQPSQTTTVKTPDVTPSMEARIR
ELQEERKCKICLDKVADIVFVPCGHLCTCTECAEALRKCPICRSKIERGIKTYMS                         
>Cint_ENSCINP00000002267                                                        
MTSKVQYFRTTPKLLAVLQMGGASGQIFTADQIVLFLGKYIETKKLFNPSNKRLIRCKNDLLGEVFKTSHFTVTDFKDLW
KLLFPSLLPATQREVTTEVQPQQAQAEQPTSSKASDAALPWWYFISPRGENVTSDHDSNTEEEVGSYHERATVEAYDSEY
ESEDEFVEYEPVDTDSEISDDDTEPITSDEEDTTALHRLKEFQSDDEGEDETTDVSIDSDITLEELWSCPECKTRNSPKV
GFCQGCWKLRGGWVEGGMTSQDMTSSMEQSSSYDVTDGRVTENNRSSSPIVTTMPSFMTSQSLKHKLDDVEPMEAKKPHL
DPADPTLRSETSSASTSSMNETSSFPGLCNICRNNPNDATMVHGNNGHQFCCFRCAKRLKRKGKSCPVCRQPIMLVLRNY
IVQF                                                                            
>Cint_ENSCINP00000002312                                                        
MFRCQYPVSPYMRNEESRFETFDHRWPASNVRASPRQIAIAGFFFLGDRDRVKCWYCNGGLQNWDPDDEPWTEHAKWFPT
NIINRRLTSGGNLYTSVADLVDDITANENEPNSDDDDETNTSQPSQTTTVKTTERKCKICLDKVADIVFVPCGHLCTCTE
CAKALRKCPICRSKFERGIKTYMS                                                        
>Cint_ENSCINP00000005161                                                        
DSAMESYRLSTFMKYPQDTPVNPRHLATAGLYFTGYKDRVKCFCCGLATEQWQFGDDEKSPRWHRSNCEFIQGHDCGNIP
IGLHCVVKYKLLMELTIPIFLGSWGWIRPDNTARENFMNVTYLNLGEKNFFQRIELATISSVYHEQVLRSLDLKKEGERM
KSFENWPTQNRTVNPSDLARSGFFYLGNLDRVQCFSCGGVLRNWNYGDNITAEHRRHFPHCRMTQGTESNNRELEMMFPC
QHPVNSHMRHLDSRIVTFDSRWPKNKTQATIQQIAKAGFFYLGERDRVKCWYCNGGLQNWDPDDEPWTEHAKWFPTCEFL
IRSKGPDFVHHMVSLYPNLPRPILQTAQGANGSQSSGTSSAPIIIDPQKRKLREKLNLEMDRDIVKCVNDMGFELKHIRL
CVKRKLEKENIGFSSAQQLIDEILKLNLDEEEEEELDLETDPKEPAAMETEGGKLYHEVKPSNFKRYLDQRCTINIRLKL
DLTTIVMHRFINQRFIPYVNTVRLETTNRSKNDLYYFKYLKQNWLTNGACMVDLTMSMQDRLLELQNERKCKICVDKLSD
IVFVPCGHLCVCQACKSKVARCPICKSKVEKSIRTYMS                                          
>Cint_ENSCINP00000005309                                                        
MPAPQTYSELENVPSNQEDQRTLQIALELSNLGLLGNCDDDSSTSSYDEITKNKRSQNMTECVPVPSSEHVAEIVGRQGC
KIKALRAKTNTYIKTPVRGEEPVFVVTGRKEDVAMARREVQSAAEHFTQIRASRNKHSLINGQTVSGANEVDGTAGTITL
QVRVPYRVVGLVVGPKGATIKRIQQQTHTYIVTPSRDKEPVFEVTGLPENVEKAKEEIEAHIATRTGTQQQNIEDDFKNN
GTEVVALNSAVKEDHCNTTYASYERNVATTSLLRSQAPSFFPATTQSNSFEYTNGMYPPHDNMMISWGSIDPRQTFSLTP
RRSSQSSSGFSPALQHPRLSPTLSDSEPHPIFPTSPNTRGRQPRTESYDSGASQVDAVPMTTPFATPALNIESGYSSGGT
TDSLTSGSPDVVHGVPHPFLVEGESPRCVLCKEGSIVAALVPCGHNLFCFSCANRLVSRNGSFCPCCNHPASMALLIKK 
>Cint_ENSCINP00000005403                                                        
QRVTIDKKYIEKSSKLMDKVAKFCQQSKMNLKNSPPYILDILPDTYNHLRLIMLRYEDRLQVLNECEYFRIFLDNLIKKC
KEAIKLFREGRERMFDENSQQRRSLTKLSLVFSHMLAELKAEFPDGRFIGEDYRITKSEAANFWKTTFGTRTIVQWKIFR
QELNKVHPISSGLECIALKSTIDLVCNNYISNFEFDVFTRLFQPWSNLLKNWNMLAVTHPGYMAFLTYDEVKARLLKYIH
KPGSYIFRLSCTRLGQWAVGYVTMDGQILQTIPQNKSLCQALIDGWKEGFYLFPDGRQVNPDLSGLLEQSEDDEEHITVS
QEQYELYCEMGSTFQLCKICAENNKDVRIEPCGHLICKSCLESWQVKEMDNSASPTCPWCRCEIKGTETVIIEPYESEKK
EEEEAT                                                                          
>Cint_ENSCINP00000005606                                                        
ISARSASSSYQQGVGSRVVRGPDWKWGRQDGGEGHVGTVRCFESSEEVVIVWDNGTAANYRCSGQYDLRILDSAASGLKH
NGSMCDTCRLQPIFGIRWKCAECHNYDLCSACYHADKHHLRHRFYRIVTPDGERVLMESRRKSKKISSRGIFPGARVVRG
VDWQWEDQDGGNGRKGKITKIQDWTSQHLRSAAYVLWDVGAKNLYRVGFEGMMDLKIVTDAKGPSFYRDHLPCLGKTKIT
TIMANMTEFQLNDQVNIDLDLEIVQSLQHGHGGWTEGMFETLGTTGTVCGIDEDHDIVVSYSTDFPPVFGLSLSRMISPV
VLPVQADVGDLVQISSHVEHVKTLQRGHGEWSESMLAAVGKVGRVQQVYRDSDVKVDVSGTSWIFNPLLLSKIDQGQARS
GENLSLLLKKLFESQVSGDINEELVKAAGSGDVQKCEEILQRPDASVMSIYYLFCTDNLFVTALFYMGEVNGQFAGHTAM
QAACLNGHLDVVSCLIQHDADLEIEDKDGNRAIHHSAFVDEAGVVELLVREGCDANARNKRRQTALHIAVNRGHVWVVQT
LLELGCHASLQDAEGDTPLHDAILKKRDDMLTFLLDAHADVTVTNNNGFNVLHHASLRGNPSAMCILLNKLTRPWIVDEK
KDDGYTALHLAALNNHLEVAELLVKLGHANLDIQNVNQQTPLHLAVERQHTQIVRLLVREGACVNLTDKDGDSPLHEALR
HHTLWQLRTLQDKHDVTVGKVLMGIGGQGADRHSSASIAQFLAANGADLNLKNKDQHNPLDLCPDPNLCKSLVKASAESS
DLPEITRNFQIVIHPFSPLLPPQPTKTHRFLFIQPISEPLSPMNNAKSKKSTSRGNSPNPSTVQAITEPWKINNQHPELN
ECMICSDSPRDTILEPCGHSLACASCSDRIKKCLLCKETVTSKQVVEECCVCSDKQSSVVFKPCGHICACQACSNLMKKC
IRCREPIESKLPFTECCGVVTRTPSPKSPQLTAMTQNSLTATENNFTSTVSNLNVTTPGNSHNNRHQNMANHLSKDSRNS
EAEIRKLQQQLQDIKEQVMCPVCMDRIKNMIFLCGHGTCQLCGDRMTECPICRKPVEKRILLY                 
>Cint_ENSCINP00000009279                                                        
MAHPLDLYNWQSSVVLCLVSKPDSVVIEVEVDRNAIGQDILDKVCASIGTIEKDYFGLQFYGPKREPLWLNLRNRITNKI
SGQCPFRLRLRAKYFVEPHYLIQETTRNLFYLQLKQDFSDGRLEIPLEKFAYMLALVAQVELGDLSHDYANADVFEAYTA
LCPSDDTAQAMYSGELINVHNEHLQLRGSSKSSVVSKFLAEVTTLPTYGTECYHIKLETNSPPNTTTNQSTNSPTLSRRY
HLNVILRVGPRGIEVLGEDNQEIKKIPFKAIQLATHSGKMIDIHIYTDDGSVTTMNFRTVSESHSNALYRIITEMLAFYT
WDTVHSSVMHQHSLDFKGHFFALFRPNDSDMGKQYVFDIQRTSREVYDNARRILYRKQQLVQNNHNEVHGSSPPKSSNIP
DDEVEVLRERLSMISDALTCRVCLDAEIDSAFVPCGHQVCCKYCAARCEKCPICRQHVQEFLTVFHPVTKELVNGRQISE
STPENVETDNLTVGSTGQEIQIEV                                                        
>Cint_ENSCINP00000009820                                                        
DAAMESYRLSTFMKYPQDTPVNPRHLAAAGFHYTGYKDRVKCFCCGLCVENWVSGDEIKSKKWHRNNCELVNGNGSGNQP
IAGDDFKSTISPLCECKALSMVLKTPKIQGCRKFSMPLSFFVRIELATIASPYHEQLVRSLDLRKESDRSKTYENWPAQN



RTVYASDLARSGFFYLGNLDRVQCFSCGGVLRNWNYGDNITAEHTRHFPHCSLFYAQLELSEMFPCQYPVNPHMRNQDMR
LATFDQRWQQRALQAKPAQISKAGFFFLGDRDRVKCWYCNGGLQNWDPNDEPWTEHAKWFPTCEFLIRSKGPDFVHAMVS
KYPNLPRPILRGPFDVPPSIRRNSESTAPPPIMDHKMAEMKTKVKKHMESEEAKSVLEMGFGRKELEKVIKKKLKKDGKM
FKSVVSIIDAMNDGTDSSDDEMEADEPQTQTPMSISDLGRKGLFPCIGCILKIVIRFKNHINTKYKTNYHKVHTPQIKIK
YYPTDLSPSMLARVAELEEERKCKVCLDKMADIVFIPCGHLCTCIECASALNKCPICRKRIEKSIRTYLN          
>Cint_ENSCINP00000010449                                                        
MQARMMDIRCDGLRVVHNDGRLVPSATNSERELYTRPGDPYYESYRLATFTNYPNQNINVRQVARAGFYFISYQDQVKCF
SCGQICEDLQQYDDMSLPQWHLPDCEHLHSLQPNRNNHANTPVQSGLSRPNENATFRSLPTRRPAHSNVHSSSSLPRQPT
TITINQPRIRSTFTIHEHSNIDLFPCNRPESPHMRSVEQRLQTFTRSNWPAHRVRASILDISRAGLFYLGNSDRTKCWYC
NGGLQNWEPNDDPWYEHAKWFPECEFLLQQKGIEYVYRVSSQFPNLQRPVIVRSQPQPSVTIHINRPGRTTMPTASTTHT
TSSTTRISAPRSTVVSGPQFLPPMIPGPSINIIDPREQPRSREEELNRYITTSPYIAVARGMGFDDEAIRSTLRRQHEQS
QRFFSSAEELVDALLNQSNITSAPQIPSSSTAGATGGPITPLEELRQLEQSRMCKVCHRNQANMVLLPCGHVACCTTCGN
DVTNCPVCLADITDRVRSYIG                                                           
>Cint_ENSCINP00000011121                                                        
MGNNNSSTYQPPSPPPLNSPPYTCDSTPYIRDDRLLFHPIHGKNITLSHDRKIARRTSSFCYGVAFSSRPIRINERISIR
LETISTMWSGVMRFGVTCVDPNSLNPNDLPRYLCPDLTNKPGFWAKALSDDFAIENNVISFFVNHTGELHFSVNGNEQET
FISGINLRSHQPIWMVVDVYGNSTALRIMGNGVNIEHPMDYCGSSPTRRRHNNPRQSRQNIVSSTLDDLRQILPPSLLPN
NLSRSSFSTQHGNDIAFPDPYNAIKGWRYVGGNIVFSGKPYSSGESWFLKVNSQRPTKIPVLGVGITSCNPDFIDMESLN
GNADDLMDRLEYWVMHEVFPAPNVGDFFSITLSSDGCVMFQVIGGEEQMLFHCDTSLPLWFIIDMRGDISHLISVAATTR
EPRNLSPLPPAPGISSHLETGTSVDDIRYDLNVDLNIDRLAEGAAQMFSNITRANMVASEDEEDSVDEDFVDVPAGNDGE
ILPGASVSTQGASGIAPPDVREAGSNDGEKKDSECSLCVDAPANYAIYDCGHVCLCEACSKKLLQMERFPKCPICRKPIK
DVMKLYHI                                                                        
>Cint_ENSCINP00000011648                                                        
MAAAGLFYIGQTDRVKCWYCNGGLQNWLPNDDPWFEHAKWFPTCEYVLQQRGPEYVHNVCMQFPNLRRPDLPLRNLPSVV
SGPSHQTPGGGLLYHQSPQIIDPREETRRRKAKIDREMIASPLVNQARQLGFSNNQIRSAFTKSFEVSDKTCENMDELID
IISNLPNDDHDQARGSNEQTTSYQYSSTATLSRAEEIRAIEESKICKVCRNANACIVLLPCGHLSVCQGCSVNIERCPIC
RTFTREKLLTYLV                                                                   
>Cint_ENSCINP00000013345                                                        
MPLGRFGSKKQSKNAKCRFEHLMVMAKENPDRIFDLSDCELHEVPNLMFSQCRVLLTESLLLHSNLLKSLKHGGKMSCLT
SLRVLDLHNNRIALLPKDIGVLSNLQVFNIENNRITELPDSIGDLKKLQSLLAKDNQLNSLPTTISGMESLRTLDISGTN
KVLYLPKTLCKVRTLEVLVLSNPAVMEYPHSMVACEGLEAIQKFICKDTGIEYIPPSHATLKVLDSSATTSSSSSKQTAA
ANLQLYQSSMDQYQRSKDEKMKQQLEIERSIAEQQREQAYLTAKAKHEKAKENAFLKQEQAVFDRSISEQQKKTEIERQE
MMKTLTQVEEEASRLVNKLVSMNIGAKQREEMLEGMERERMEQEERFKVTQEDIDKLRKKETLAAMQSVLADNAHYAIAI
KKYLGEQDHMTRQAQQTLGADNELIEHELKRQQWNQGVLVDQILHEESLQKEAFIMLKLQHDAVQARLVDQIGQLQGELI
RLTQIEAQRNKHRIDQDKQTLSLIRNELTDLLIQLLKEKDHREEMVKSRLVEMEQQREDDQVDFWLVQYQKLLDTKPEVL
VQKEHGVDPQIVRLLQRSDAAHHLSAFARHHITMDTITTLDDEKLRSLGVFEIGLRENILRLEIEELYIQRKKVDLPTPD
EEHPPPTAPVEQSTSQDPDVVQPTAPSESQEEENECVVCLDRNSDTIFLPCGHVCACFICSTQLQSCPMCRSDVTQKIKI
FRS                                                                             
>Cint_ENSCINP00000014848                                                        
CACCSAQFSILKWKSRCSNCFQLFCSDCSIGRECRPCCYVNRCKSSKTSLMQIKVKDLQGYLKNFKIEHRTCKEKHELVK
LIQNQFGITSSENIQPPNDNSDQNQSENSSTDDSAVHLPTPPTYQRTQESFPTAEQFNVSSSGNDSSIATPIVIEDTEES
TSTHNNANTVENNEVTEETSTSYAFSSPAVERTAKKTKIGLSEIKSVQEIESYSIKQLKTLLQENLVNYKGVLERTELVN
RVKNLYEDHVSNESNISDDITEENSSSYVTNKDELFCKICWERPRDCVLLECAHMSTCITCGKQLRECPICRQHIVRAVR
VFKS                                                                            
>Cint_ENSCINP00000016436                                                        
MSEANIRPGDKVILVTQDIDELKLLLENHGGWFKQLPQIGDKVGRVLRYHDEDLKVQFNPEDFDLSGVRRPKKKDYNWVF
PEYALKRVDITDSSSGNASARDTERQTTENSSPTNTTTAETESNIKCKICYERNFNIVFSPCGHTSCETCFQKLKEGCHI
CREKITRHINVFY                                                                   
>Cint_ENSCINP00000016438                                                        
MLGYRVVRGTDWAWDNQDNGEGNVGTVVEIGRSGSKTPDKTLVVQWDCGTRTNYRIGYQGAFDLLVFDSAPAGIKHPSKQ
CDGCAERTMIRGTRWQCAQCKDYDLCTYCYMGGRHEKSHRFRRYETETSRGQEVSPRDAARAVIQSKGLFKGARVMRGYH
WEWGEQDGGPTKLGKIVEIRGYQSESYRSVAQVTWDSGGTKNIYRVGHKGKVDLKYVGPGYGPSYYPEHLPVCGRATVMD
HASSSGEHSHFKVGEKVIVTLEVEVLKPMLEGHGGWNSKMANIRGKVGVVHRLTTAGDVRVQYDPKDFDLAKAKPSPEDF
RWTFHPAALERVIDTAEQASKFQSSQSKAGTSSSQSQHESLPLDLGDYSLSSVEQNESMPSVDSVRNSMEIGTEGKTPLL
EALDGPTGLDHKLINRPSNGVYPVHVVAQYFEKDRLIALQNKGANMEVVDSKGRTPLHCAVVGNKPQNVRWLMSAMKERN
LPDKNGYTPLHRAVILDHTECCKEILSVKAERTLYANTKDEIKENTALHLCVSGHCNLDIVHLVVEAGADVDELNGAGVT
CVALLVEKSTENLLSRIRLPHSGKLWNSLQSTMQKHNLVDKDGFVPRILATLCYLVLNGARVENAASKLPFSNWQQCVST
CASNRSHHTTLRCSQESFPGDNEPSTSRYPCRSCNQTACVKFDPCGHVVVCKKCSYIVKKCLQCGVPITNKTCDGKPLAN
VESTEDSNSCTICMDRKINTVLSPCNHMLSCQECSKMLKQCPVCREPIDKRVKVFPTF                      
>Cint_ENSCINP00000016511                                                        
MLDLYGKVEELAIVDDETAERGSELLLDSDCDDSDSETDGHFGRKTKRSSLSKSSENVVAFHDTCGRNVRMDSRRTVAKR
FDSFWNALTFIAKPLRTSDMTFIEIAKVEANYAGALGVGLTNVNPATLKSEDLPDNADLLVVSPGKYWRISRDIETEQGD



QLGFILEPDGRMVYSKNGSKHKVLFDKISTKEHNWLICDLYGSTTTVKLMGRIKSFDPKQEVTEKYNFSIDHVQDEETEL
ECLMCFKKDRRRDCTIQPCGHIALCHWCAITCMVKQQLRFIVCPVCGGPVKDAIRILRRKSFAEPVES            
>Cint_ENSCINP00000018246                                                        
MGNCYRKQRTPLQRLGTRPTELDDEDGPYMLVINNNNGATGTSNNPSHSRWDNLRNRASRRNRDTQPTWSLCRLTDEELD
KHVIDTLSTLRNSAENGTTLILRMRMFRFWANGETGWNMVLLSLIRAVPLDNALGPSAITLFIDHCPLPTKQGVMKLVND
LNLSWEKAADEFMHGRNTDKCARHRNVCAVLGHLAESLAGPLSATILTQNTLEYFMCGLEQTINGVHIPVVNILYSLIAL
EKFAQTGTNKDKINATEIRAKLMALEDWTESSDYKKCQVGFSARWLLDNAFIVEGRPLSYESVSLNNINAMLNHNDVSEY
LKLSADGLEARSDASSFESVRCTYCVNSGVWYYEVTIITPGVMQIGWATKKSKFFNYDGYGIGDDEYSCAYDGCRQLYWH
QAQSRRHIHPAWREGDILGLLLDLEKNQVIFYLNGDPLPSEGGIFNHAKEGFFAAASFMSHQQCIFNFGAKPFKFPPLDR
EYSCFNDHATLTAEEKLILPKHKKLELIKLSEFRADQCDLCCDLKANTTILPCKHSGICSRCVEIVDCCPFCRSEITGTI
IEDTNSNSYTSQACTSKSSHCNEKC                                                       
>Cint_ENSCINP00000020067                                                        
MAEIDRQDITGLASPSLTQHKEAKTQILPGRNCCASNSVTAFDCKHPYTKNMENFRERIRTFISWPRGVTKATPVEIAKA
GFFYLKERDRAKCFYCNGGLQNWEPNDEPWFEHAKWFPNCDFLLREKGIEFVQNVAGRFPNLNRPLLNDQATPKPSTSNL
QLPAPATSKQTEVPQNSASHIEITRPTLEEAMESELVLAVSGFGFERELVQLVVERLLQETGNVNCTIMELVTATQQLEQ
KQMEENAMEVVESFNVNQEKPEMACAQINLSTSPTDSFPMQTPGNFTEQQVPGSKKMMYVKQKEVSVPELSEQSLAQQRS
QLQNLKDEMRCKICLDNPMDCILLECGHVCTCLECSQGIRTCPICRQKITKIMKIYRNY                     
>Cint_ENSCINP00000021651                                                        
MLVDSFCSNLKYQTMFHNIDRVSQHAAAMDYSSKSNRIQSLENFPSAPVNPIQLAIHGFYFTGVEDCVVCFSCENSVRNW
KLGDKEGDKKWHKPDCVFFNSLSQTVNDTNISTPNHQDMNHFVNTNPTEVVFETMLLKRLTHKSIKLNIRTFDYWPHQLR
EVNTAALAKYGFYYLGISDMVECFCCSNVLGNWNVDDNPKNRHLERFPNCRWVADVEVHQHPHLLHPHNAHMRSLEQRRS
SFRGFSPRHHLRATIDEIAEAGFYFLGPGDLVKCWYCGNKLKNFDVEDEPWMEHAKWFPQLSIPEFLLQNKGHAFVANIQ
TSYPRNVHVVNLPSVESGPTFLPSPIQNHETLSHEKVDNISSGQSNSNSQLCCKVCLNRDATIAFNPCGHLCVCQSCSPR
LNACPICRRSIQQKIRIYFP                                                            
>Cint_ENSCINP00000021657                                                        
MTQDYVQQAVEIFGLVAVERVMKRLIESSGCYYQTSEGLINAVLESSETTTTTTTTTNTQDTSTPTQSGHYFFPVVSDVR
IPVQRTSSIQPSIPMHGTDNSDNISSGQSNSNSQLCCKVCLNRDATIAFNPCGHLCVCQSC                   
>Cint_ENSCINP00000022314                                                        
MFEGLPDETWTIKLLKQKQAISGVCYLLQEIYGIENKHDAGGPDGDAGVPDNEDDDYDDSSECVVCLSDSRDTLILPCKH
LCLCSTCANQLRFQQSGCPICRQSFRALLQIRAVRKKSELPPLSETTANNEEDYESIHSSDSANDLPFDVNIPPGYEVIP
LINAINGPVSAVSMTSLSVDGSERGRAPSSVSNLSIRSSSRRSSRKKKEKIVVEVQNEVSSSHEDPDVVITRNGSGRKKR
SHKKQGSIKKVPAKSLLQVAEAGEPSTSIESNVELNVVTDIESNKAVPSINPPEIEISEEQNTKDEPTIPPVSNSNDEMV
KITSEVKDLYENAAQMTESGQSSNTSSSELLSQNDVRTSADQLDIFVEDGSFITPKKSDKQSEETV              
>Cint_ENSCINP00000022949                                                        
MQRLCDVTKQLWDELSTTKANYVLSDEANIPVELFYTETVSYFDLQRVGGLKSHLFQEHKDELAKEGVSVVRGRGSRRST
NDEAAWSEHSSILQLFHDEAASSSLPTFARADDDSEIDSLNPVLRLARALLSQSNKMSGRERHVTVSRKRSLSEDGESSR
YPSKAQLMEITDGCILLYNNILHTHMDKIHSTRTKIVEYATALNDIETKMKKCSEKQHEEVRKSLTQSHNVLLHHMTELC
RSIAWLKASVYSPESQSNLWWLLQVCLRTAHNASDKGPLFTFMPEFYLTAGARLYKCLREYFAPSQPFEKLPNMKPTLIS
FTLFLSNFHCDARLVNNDVKTMLANTITTFITYPLQLQAIEDMPTANLHSFVRNMLYAYDEDKPWTSVGHRILATLWRGS
GFAMRYDHPPYMTKVKKLLNREHDPYVPKQLLACVQELLLAEPVLAGKFVHSILEHLNWSFSEFIGQLQEVQQQNAREWN
NATGLLASLDAQALRQLRIVDMLFELSVSLMRVLELTIAVAPNVFLDWEKNDTAEILLTALVQCVNQILSRVTTRKNLFD
KIVSGRQPGLSSVQHYPLMTSTAGILLRMLKHDDPAMSKRATQALISDPGFSITSVEFLLNITGKSEVEVTSEARGPTVA
YSRVKERKFVSLQEYEELMDGEVDTLRDVIINLRHATKAAEESTEEPMDEDSLCTICYANEANVAFHPCKHTSCRMCIKF
RLMSGGECFFCKETVECFYDIPAAADAGTLPLDGATASTSTKL                                     
>Cint_ENSCINP00000026162                                                        
CACCSAQFSILKWKSRCSNCFQLFCSDCSIGRECRPCCYVNRCKSSKTSLMQIKVKDLQGYLKNFKIEHRTCKEKHELVK
LIQNQFGITSNDNSDQNQSENSSTDDPAVHLPTPPTYQRTQESFPTAEQFNVSSSGNDSSIATPIVIEDTEESTSTHNNA
NTVENNEVTEETSTSYAFSSPAVERTAKKTKIGLSEIKSVQEIESYSIKQLKTLLQENLVNYKGVLERTELVNRVKNLYE
DHVSNESNISDDITEENSSSYVTNKDELFCKICWERPRDCVLLECAHMSTCITCGKQLRECPICRQHIVRAVRVFKS   
>Cint_ENSCINP00000027779                                                        
VLCLVSKPDSVVIEVEVDRNAIGQDILDKVCASIGTIEKDYFGLQFYGPKREPLWLNLRNRITNKISGQCPFRLRLRAKY
FVEPHYLIQETTRLVALFLFSKLRHFMKLFNLKKLPKMLTFARNLFYLQLKQDFSDGRLEIPLEKFAYMLALVAQVELGD
LSHDYANADVFEAYTALCPSDDTAQAIVHNEHLQLRGSSKSSVVSKFLAEVTTLPTYGTEYHLNVILRVGPRGIEVLGED
NQEIKKIPFKAIQLATHSGKMIDIHIYTDDGSVTTMNFRTVSESHSNALYRIITEMLAFYTWDTVHSSVMHQHSLDFKGH
FFALFRPNDSDMGKQYVFDIQRTSREVYDNARRILYRKQQLVQNNHNEVHGSSPPKSSNIPDDEVEVLRERLSMISDALT
CRVCLDAEIDSAFVPCGHQVCCKYCAARCEKCPICRQHVQEFLTVFHPVTKELVNGRQI                     
>Cint_ENSCINP00000029588                                                        
MEVVDLKGRTPLHCAVVGNKPQNVRWLMSAMKERNLPDKNGYTPLHRAVILDHTECCKEILSVKAERTLYANTKDEIKEN
TALHLCVSGHCNLDIVHLVVEAGADVDELNGAGVTCVALLVEKSTENLLSRIRLPHSGKLWNSLQSTMQKHNLVDKDGFV
PRILATLCYLVLNGARVENAASKLPFSNWQQCVSTCASNRSHHTTLRCSQESFPGDDEPSTSRYPCRSCNQTACVKFDPC
GHVVVCKKCSYIVKKCLQCGVPITNKTCDGKPLANVESTEDSNSCTICMDRKINTVLSPCNHMLSCQECSKMLKQCPVCR
EPIDKRVKVFPTF                                                                   



>Skow_NP_001171844                                                              
MAESSNSASTSSCSSREDLNICQKQPGDRDKTDCEGAGAATPLRSSTDSDWDRLFQRQRSELMYELRKLQHGDKPVTGKG
ARETVENFLQESLRPAAERRPRERKPDDPMVLEVRGLFEQKRVSSVLQSSDFKRDLENAIRGTIVRQEKEADKARRNQEL
AAAAIDDNWDTLSQSSYSSAVSSHSSFEQNPWQPFPSQFMHPSFVPAMQGPQYLPLAGDMQQHMPPQHNVTQHMPPQPYM
SPQQHMPPQHNVTQHMPPQPYMSPQQHMPPQHNVTQHMSLQQHMPPHPYMSPQQHMPPQQHMPPHPYMPHQRHIASQQQQ
QQWMTPQMSTPQHSMSSYHGLSQPRQAIQHQIPSQHMPPQTSPLLRQSLWQQSQNRIQSVQRGQQQTGSSFEAFRQAQRE
EFVHEISDLVHRRLVSQTLDSDFRGHLEIRMQNHLAESTGTETGSQVADFIQSLHSSTPHRRNDFSHLGIHSPDTDNIAA
AAQGNMNPNFVSLKQELEELKSMVRMNFEMQLDIQRAIRQEVAAALSTIAGGTNQQQCSAHSTSSQVIKNGNCLICLDRA
VDSVLYQCGHMCVCTTCGLNLQGQGLHCPICRAPIRDVIRAYKCVAEPDNDEDSSDPGNE                    
>Skow_XP_002740793                                                              
MRKDHLRKDHMRKDHMLKGHMLKDHMRKDHMLKGHMRKDHMRKDHMLKGHMLKDYMRLNLQERVQSELEGETIDEEIINI
ASQITSRLLDARSSHTNTNISTFDELSTIECNNVHSHGEHMTLSIESSKTDQYRKGNEIVLAKLTSIACPYFNLQRYVNV
CKIDLESDFYLFQSLVFTKDSVKCISKNKPLSYTRARETLVARLKEVADDKLNIGLHSLRCGGATAAANANVNERCFKRH
GIWKSETAKDGYVDDSLESKLFLVIYDNSVSHVLLTSKLMNSSSMKPLVLFAIPGLYLVYRYNQYRQEKQRSKADRRKIT
EKELLTLNNKIEKLLQKLERYDVEKSTTDDDECVVCISAKATMHTYPCGHKVVCRKCFVKTIQVAVTQKMLPLRCVICRS
RILKLKQSVGLPVL                                                                  
>Skow_XP_002740531                                                              
MSHEEQMDYEVSSATSEQMSTYTPIPQSQTQVQPNCPPPCKIVPLNLTSKYAHTWKTWEGIREFIQNWHDGVYDASEKNV
METLFATEQKVDFKNTQDDSTCVEYKAYVKIKKEPKKCYGILHYDKHGQRLSMINSETALEKRFCCLVTRINQTQDVIAW
VSGSEERHYDMKFPPCPVKLKDGDTCCSISSVSLDEWAECRKRFLFLTPPNESVDTGNGSLLLDDQFRGQLFVKGTWVAD
WIEDNLHTGVNFCELRIDRDRNAVSQPTEIDHKLSSMWPRALEQRSDLAGRYFDLLANNPNCRDVRHANTYAMTETTAAL
MAEQFRKVNDDAFPVIDSFAWQELGKVQDEIQRKVVRCNQTLLNLLHKSGRYTTLEEAREAMKTKTLLVKPFARLTDDQR
SILQHGIKLANLVEPKLELSMIDVIDTKDEEKPVIRDKRIELPFWMLDIEIVHKFGKMCGAEKCLCREIRICNSLITLRR
DHIPQKVTKHSREPGIDQSIMKIVSHFVSPECQRTSPYCTELHAVGHVLDYSETHAHCVTVEEELRSKIKRLEIDLMDYE
KNFQDELKKMRGNNAILEKQLMDSMVRNTDSDSRIKEIGEQYEKQFQDQKRRWQKSIQDKDAHIKAQEDDILELEKDLNH
KNQLLDNREKQLEGYSKTLDHKHTVMVEKVTHYRDKLKEKANDVLTANRTQEYASTLCNEVASICKDICTELEAQPYICN
ICTIKRRSHVFLPCSHYKFCEDCAHKLFKEKKGCPICKQPIASLTKIFE                               
>Skow_XP_002739076                                                              
MAAVIAHAGNLSKLSKFLEINNMTIIDMIFQHRTLPSRVMSSRRRHRTGRRMPKGQRRRRQRRCKDDATLRLSSSSQSSV
EITATATSSHGGPTIIATATAPVNTRSERESAAFAMAAILAKELKPEHKLPSKDIAVRPREEFLNLLATVGANGQVFTPR
QLLSYLIKYISSRYLYDELDPRRVYCSDDPLGKVFGVKEFTIKDVRNLLFANVTVASENLAEQHDASFQHHKRESLFKQR
HYSQPLPGGSDGASTSASSPKSATTTSNSIPDTFPLSMPVSFAPSSVSNVTSTVGKQTTEFTALPGFDLLSERPNEDREP
HSSTESSITTHKDTDTHNIQGYETATVADTSDDLWFLEEDARFSVEYEVESNESEGYGFGATSTESESIDSSADEVYEFE
LCDDSESCFADDDSSDSDSDFTDKDKWMCTKCDVANSPLVRYCVKCCSLREGWLPDLVHKSQLKLARGPRQLKRSISEPV
GVVASLTSSLRDVAVTGTDATDIGFPVASGAEREVTKSGEDLLDSSPKRDDDPYEIQNQNAVRDREIRLAEDDAGAWPAF
HVPPRRRRVAPLIPDGKDVPDTDPKDVAGKPQIYAAYGHDVPDTDPSDVAGPSGVASGSAAIVQNAGSHHVVKRPISDQD
SPERLPLKKRKSSRDSISPEKNTASFLPCDAFTEKDARDLSLLTVECPPYPVNLSPLSQSQKPGRDETDHGNGDSVEEKK
EEENAKHDECVPSSSLQRQSSHDTLLADSPDEKLSQHAFGKDDVTKKMGMKGRDDSGVSIASTSTATTSSVTSGLPSMTA
ASSSSAEARAFNDLCMICSSKPKTASIIHGRTGHQVCCYSCAKKLRRHGKPCPVCRRPIQMVVKNFLL            
>Skow_XP_002738165                                                              
MGQNSSSNNHSNSRAGSGRSQDRLTGVALTPPGIVSNSNSPTSTSYNANEPLKFHGLHGSNVVLSPDGKSARRSGSFCNA
IVFTNRPVKCMEKVSIKFTDTTGNWSGVIRFGFTSRSPVELGTAPSLPRYACPDLTSRPGFWAKALGESYADKNNVLSFW
VNRQGEVMYSVNNDNKGVFFNDVETNEPLWGLMDIYGNTVEVRLTECAETEPTRAPILDPPSDFPVPLPQILPSPVVDLD
TDSSQSSFGSLLHSNDSLASGEGLVSRIIPGILPVPFHEICGLNVLLNPSKIQARRIDGEFQNGLVFLSQPVHAGELVVI
EVLETTPRYLGCLAVGVTSCDPAVLTPSMLPEDSEDLYDRQEYWALSRDIALPDSGDQLSFIINPDGEVHYHENGIHRRV
LMHVDISQPLWMLFDVYGSTQKIKILGIVPVNSATTPTTSIRTNSAVLENSLNIPTFLDLNISPLLPRRIGNIPDSAGQD
LHDSVSGLVGTGASSGTAVGNSGVPKSGEECVICYDRPVDSVIYTCGHMCLCHPCGVKLKQQAGAVCPICRSILRDVIKT
YKA                                                                             
>Skow_XP_002736062                                                              
MTIRQLKEILATNFVDFKGCCEKWELVERVKRLFKEKNELRQKADEILNENEEHSNSSSGANDSNFDELCKICMSSPIDC
VLLECGHMVTCTKCGKRMAECPPPPDSRPARQRASISDLSEINDIDNMTIRQLKEILATNFVDFKGCCEKWELVERVKRL
FKEKNELRQKADEILNENEVLVLVCIGLAIGLIVSVTAGQDKTISVGVSDDITTTQESTKLPGQVEGRDAYEHAAVASDA
AVCSIIGREALQDGGHAVDAAIAVHLCNGVVQCHGSGIGGGGFMTVYNRYHKTAEIIDARETAPGEATQFMFLNHSSVVG
GLSIGVPGEIAGYWMAHQRFGKLPWERLFQPTIDMMENGIIMTEAQFYFVTKNEDIVRNNTILSTIFVKDNGQLVRTGEH
FTMPLLTETFKKIAAGGERVFYNGDLSQQIVSEIQAAGGIITLEDLKLYSPVRRQPVTIKLNDNTMYSPPPPSSGVVLQL
ILNILEGFNFTRESISKVDEAILTYHRVLEAFKLSYARRTELGDTSFVDIRELVESMQTGQLAEELRSRITDTMTHKTQY
YGGIYSQIDDAGTSHICILDEHGNAVSMTSTINYDFGSQVVGNVTGIIYNDEMDDFSTPGLTNTWGYEPSPANYITPGKR
PLSSMSPSIIVDKTGDVVMMAGASGGSRIISSMSLAIINAMWFGDSLEEAIMRPRIHHQLLPTEAGYQPQLNQQIIEGLQ
SKGHVMYVMGSDAEQAVQGILRRGGWIYGFSDERKGGKSAGY                                      
>Skow_XP_002735585                                                              
MGSFCDKSQAIPADSINHCQSPSSRRNSEMPLFGHRQSDASKKKLEHCLYLARESPEPTFDISRCEISEIPSGVFSLCKV
FRKEALLLHDNWLSSFRGGGSLRDLATLRVLDLHSNEFSEIPEEFGELLSLQVLNISFNKIKKLPKSIGKLQSLQTLILK



GNKLQVLPQEISNLGSLRTLDLSNNSIKSLPSDFHQIRTLENIILDVKQMTMPPSAICSEGTDAIMKYLCSVAGTEYYPP
SKFLLNLLEVPTTMTTTFSANSLKAILDDDNALQDTLTQYEKAKEQKRLQAVELERQLEEHQKEQAEIIVKASEQREDII
NIIAEDQDKMDKGIRSQVEKSHQEQMQLVSLLYQVEKNSQLLMNQLLQMNEKARKTEELLEALERERMELDETFKIAYEE
HNNLREKDVLESMHVMLKETYNLELLRQTYEARKVEIVKTTQIGECNNTDKLELLLHAKEMNKDSLMKQLMKDEKFQMEA
FEALQLEKDAKNQRVNAQIALIQQQLAELSLIEWEKRNERSETEQHILQMRRSELTNMLLQLMDEQDSRQQELKKRLLEM
ERKREDDAVDYWLVQYQRLLDQKPQSLIDHEHNLEIAVMKILSKAKADDYIPQFARHRVSIETLCVMTEEDLKIMGVHEV
GLRKALLLAIDEYRTKEMKDQPWLDVNSQPTKSATPSAAEPTAPPIEEITTHVNAECVVCMDKMSDMVFLPCGHVCCCYQ
CSSTISECPMCRGRITLKVIINIDANQSYRVKRSLAPVAILPHTFTLKGDDRDYLSHDA                     
>Skow_XP_002735205                                                              
MADISEISSLLSIFTVILCFSAMAVFIMRLGINPLPTISSSGIGDGVPVTAMVGVRNPFILEVVNTQQSSLNSGVKLKLS
TEVTCNVEVYWGLEIKSLYYMFTKHGTHVEMLQDDTSMHEDDVNTHDGEPPLQLFIGKNQPISLEVCEGEILELKPHVEE
NENGKSLDFGRLPRTRYPLVVMMSVAETEQVYNDYDSGSDIVAMVTAVHLPDDSYSAKSHLILQMVKNSAGTVCNLEKFY
MSVDESEASSETLDPQLPVDDLTAETLGAKDCTVCQNAGITRVLLPCRHACVCDHCFPLLKKCPMCRGHIESFFHMYRNY
AYETYDDTDSDLEEEVPTLLGKFERARERLNQWLDFTN                                          
>Skow_XP_002734989                                                              
MMMGDQLILEEDYDEHYQPTDEEIIEYAQVIGIDPIKEPHLMWVAREGINAPLPPDWKPCQNQTGGDIYYFNFTNGESMW
DHPCDEYYRKMVVEERMKHTPSSQTTPKQDKTKKKLQIKVKGPQKNEIDKKAIIKDFVVGPPKGGRSRGKLFRKAMRLKP
LITTGGQRVQSVVLASSSEHGDHTTENPDKKCMDDLLAELEGLKDQRKCKICIERDVCMLFQPCGHLVTCEECSPKLKKC
PMCRKRIETTIKAYLICGTIDTVGIGACVDFTTRSFGSDIIIIEQCIAVCIRFP                          
>Skow_XP_002733890                                                              
MPLSDLIVAGCGTAATALTYYFYNGKYRSIEQIKDAPTYKIDANLKSIVGDAQNNTIPYVTIQGEAKSLFQPIKSQYVAG
MVGLIQTLILKEHKTEWSKATRLWHDTSRHIRNTSRHVPFCIEGEDTGSVTVDDPLEASGLDLDTVYDQFQPVESSLGES
IVNWASGEKTKGYEEIEKLLPVGTVLTGLGKLSLEHGEVKLGPPTGGEEYILSRLSKSQIIKDMDSKLRISRVLFYVFGT
TTVAFILYYIWKTVKKYRTNRAMRRQFELIRRNRQEAQRNGNGSGEENPNAEVCVICLNNPREVVILNCGHICACAECAT
ALQPPQCPICRQRITRTVPVFHA                                                         
>Skow_XP_002733818                                                              
MLVLVSLPGSVVIELDASPKDIGQECLDQLCAKMNVIEVDYFGLQYTGRKGETLWLNLRNPLNAQLTGPPPFRLQLRVKF
FVQPHLVLQETARHIFYLHVKNDLSEGKLDASTVQAAKLCALIAQAESGDYSKDKSQYNFYPHYIPNWPTTFSTNVVMEH
RKLAGMNRGAAEYRVLQEASACENFGMEYHEVRNNVGQPMKLGVGPNGLTIYEDDYTFVQSVSFALIKMATHTNKCFFLT
ILGPTGDTMMLGFKLMSTKAAEGLYRAVTEKHAFYRCETVRQAVRTQYSRDFKGTIVALFNDKTNLGKKYVFDIQRTCRE
VYDHARRLIHSTGKAISLPSTPTMSSSRTSLRDRSFSDSMDSLDSKQLREKLRKIQESMLCKVCMDADISTAFCPCGHLV
CCGVCAACCDKCPLCRSSVEHTQHIFLPSSTDMNEIEE                                          
>Skow_XP_002733468                                                              
MNSEAIRLASYRTWPHSSPVNPSALARAGMFYTGNGDMVECFSCHGQIKEWDFGDTAMGEHKRLFPDCAFVNGKNTNNIP
LIKPPSDGSLSSTGIGNGTTGKENGDNTGEGPKKGKKKKKKKKKANRVLKSEYKRLLTYIYWPKNAAVLPEDLSRAGFYY
CGSDDRAQCFSCSGILKNWSPGDVPMVEHRRYFPNCPFIRGLEVGNEPMRTSRTGTEYDDLPRPSKTPSATLQARRTENL
DTSAEQTARYTSNSEVQQPGTQNQARHPEYSEERTRIATYTNWSENVVVSPVDLAKAGFYYTGVKDNVKCFYCDGGLRNW
EPTDEPWIEHARWFPKCAFVLQQRGSVFMKYVTSQYPQPYEPHLPADTHQYVEEIQQPRPQVQPRANVNDVMRSDLVQVV
MDMGYDRQLIKNSIKRKIRQTGESFSTTHELLLAVWDYEASGEQEDEDEDDYPPPPRKLPGEKVPDEPLGGNKLSDSTES
RILKPPPAFLAAVEEPPSGPVTAETLQRQLEDIIDEKRCKVCMDRDRCMLFQPCRHVVTCEICSAALRECPICRKTIKST
VKIYMS                                                                          
>Skow_XP_002732448                                                              
MPSEQAKNAASVLPTPTEKPFHYSYLKEFRTQQCPDFLQHKCQHHRPFTCFHWHFMNQRRRRPIRKRDGTFNYNPDIYCT
KYDETTGLCPDIDECQYLHRPAGDVERRYHLRYYKTGICVHETDSRGHCVKNGPHCAFAHGPHDLRPPVYDVRELVAMQE
AGGSMIAAPMLSPNPDNNNTNPPIQSIPTSIAEKDKNAVNDVEHKWQDSSYVLSNYKTDICKRPPRLCRQGYACPQYHNS
RDRRRSPKKYKYRSTPCPNVKHGDEWGEPTNCEQGDGCLYCHTRTEQQFHPEIYKSTKCNDMQQTAYCPRGPFCAFAHIE
QEMTSIKELEEEQSISCVGGTTMTSSQFTISLSQQLSTTITSTLSGDSSPLSIPSQSQVIGPIAKPRSNSTSSNFSSESA
SYMKAPGYEREDIHANLRKHLLVIENDTNLDEQEKARRKQNLLMSQNMTPGSPLASTPPTPSSLSQVSPMAQPFYPATDT
VESVVGNALDDLNIDDFDVHTLDKELDNDTASIGSSGAGMGSSGAGMVSSGAAVGGVLGSSAPVNIPGSGSTNPNVNSQQ
ISQSNSTGSSPLSQLPPPFVPQHLQQQQHQQQQLEQAAAAFMSQPNPTPPGMSQLGLHNILGSPSTSRLQHSSSGSEAQQ
RLHDDNKVHRWGEDSWNHNKAVVSKALSGVDNCTGPHLHMLQSLGNLENLPLLQLKQIQRQLRTDLARIDKVVYVQQALK
CMLCEERNRSISVLPCQHFVLCDQCTPRDCPFCHAHISQRSTVLLPL                                 
>Skow_XP_002732059                                                              
MVRIAVIGCGLMGTKIAGDMAYHGHRVKIYDHNPAALDVFYHNLADDKEELKNEGLMTHPNFLGQVLCMSRLEETVIDAE
FIFEAVIDDLQIKQDLFESVSHLCSPTAVIGSNTLYLDMNKIIEKAAYKERILGLRFLHPVYTIPEVEITATKFTTSQNV
EKVRHLLERIGKTLFFRSGQEPLILSEEQIESRKQVNPVPLTVNPVPITEPSATNSEPSANNSGPIANHCEPSVNNSEPS
ATNSEPSANNSGPSANNSGPSATNSEPSANNSGPIANHCEPSVNNSEPSATNSEPSANNSEPSANNSGPIANHCEPSANN
EPCATNSEPCANNSGPIANNSEPCANNSEPSATNSEPSANNSEPIANNSEPSANNSEPSANNSGPSANNSGPIDNNSEPC
ANNSEPSATNSEPSANNSEPIANNSEPSANISEPSANNSGPSATNGELSANNSGPSANNSGPCANNSGHSATNSKPSANN
SGPIANNSGHIANNSGPVPLTVDPVPITVNPVLLTGNQVLTADPVPITVNPVPLTVDPVPIKVDPVPITVNPVPIKIIGP
SANNSGISANNNGPSANNSGPVPIKIIGPSANNSGPSGNNCGPSANNSEPIANNSGPIANNSEPSANNSGPSANNSGPSA
TDSGPSGTDSGPSANNSRPSATNSKPSANNSGPIANNTRREQLRRQRGLMGIPEVYIPQLGHNGNLSPPQDDDLASVNDR



DCAICMDRQRDCLLCPCHHMITCMECAKSLLNRKDFCPICRKDITEIIRVFHS                           
>Skow_XP_002731261                                                              
MAASRVDMIARHLATILAIFLLVCSLDWVTLAQDDEWDGHQFEVITTKKADVKKFNEVFPGDSWFPGYSWRIAVCPRCGQ
HLGWCITEMDYIDSNAMEELNVAMRQIYITNNNALCGVDGDVHTGEYTANTTCNMASESARLASYRTWPPQAPLTPQALA
RAGFFFIGKRDIVECFCCHGKIENWEFGDSAMGEHKRLFANCLFVLGKDGTNQPLLSRKSQPSTKEKILLSPNQMESGSD
TAQEQLVTALENELQVKDSTQKFHMESERLKSFNNFPQNSPMKPEELARAGFYYLGYADTVQCFICNGMLNNWRDGDIAM
VEHRDHFPMCHFILGVDVGNVPLRNNSEERCLKSPVPVSEGIDPNIAHPQYATFKRRLDSFNTWSSKMNQKPDDLADAGF
YYTGIKDNVKCFSCDGGLRNWEPLDEPWKEHAKWFPRCAYLLEKRGKAFVDFINTGDHHYVYVPTEQKPGDTCEVNELSL
FQRIKNRDKLLAELDDLKDQKSCKICMDRDVCMLFQPCGHLVTCEVCSPALKKCPICRTPIRTAIRALMV          
>Skow_XP_002730746                                                              
MPSSLFPDMERPGLEEQQLQLAIDLNSVLGLNGSNGEDERTSFSDAEKAKKSVNMTECVPVPSSEHVAEIVGRQGCKIKA
LRAKTNTYIKTPVRGEEPVFVVTGRKEDVAMARREILSAAEHFSQIRASRKNNAAAAASLAPGPPGPNTPGMTTIQVRVP
YRVVGLVVGPKGATIKRIQQTTHTYIVTPSREKEPVFEVTGLPENVERAREEIESHIAMRTGGLIDSTADENDFAINGTD
SGINAADDLGPLYGNKPGNSAFTSFRNSNNFLPGNTTKASAGDMVFSFVNTNGTTKISDFNPNVTPFSTASSTSTTFTNN
LNGYSLFNSPQVSPDLGIDVTSYDPSAKMWTDLSHNAMFNPTTTAASSIPRRSSSISSASPQEGPTVGNSGDHPPARRIH
SDPLSGGITTITSSYSPIINSFPSSTTSSTGSGSTSASTSPTNSIGSMQHPKKGKECMMCFESEVVAALVPCGHNLFCME
CANRLMEKSDPECPVCHQTITQAIRIFS                                                    
>Dmel_FBpp0071748                                                               
MWCIVNLPNGTQQAVKWDPKANGQECLEKVCRAMNIICEMEYFGLEHWTPNQKESQTRQWINLRNRLSGDSGSSGSGIQL
MLALRVKFWVPVHFILQESVRNLFYMQARRDLLEGRLTAPDWSGAAKLAALLCQADGLRFNESSLKADCPMRMRRELAQQ
QQQQQQQAQQHRLEQQRKEKEHVLSFKKRRLSKQKSMEHIEVCTLPAASTTSCSLQPSPSASASASASASASASASTSAC
SQTHSNSSSSSPSNSSSQTGLDERLASNPLRVYEEYFMQPSCEGEPPADYLRQIAVEHGKLAKLQMSLKTAKYWLLKSIQ
DLEGYGEELFSGVTTNESATRCDIAVGAHGITVCRGGEKQSIPFGAIAAAKSLRRTFKLEYVDDHNDRKELEIKLPKQPI
AAGLYRSITERHAFYVCDKVRGVVTNQFTRDLKGTIASMFMENTELGKRYVFDIQHTCREVHDQARRTLHERGGDLVAEG
AEGCSAVAGGLGASAVGEPGVSPWAMALTTGAGGSMAGKIDLAIREKEAREAAIERCVDTRISEAMQCKICMDRAINTVF
NPCCHVIACAQCAARCSNCPNCRVKITSVVKIYLPPELRTSQTGSGATTTSSSSIMGDGQVEEQLLQQQLDEISAAPASL
EAGADAGVGVGGMAVGAGAGAGATGPGGQPKVTTAA                                            
>Dmel_FBpp0072214                                                               
MQNGKPRSSARPSFHRRPKDGVANTTTDNAAVKPEALESYTGNDDNACVVCFKNVEIFSIGDCDHPVCYECSTRMRVLCQ
QNECPICRHVLSKVLFTLDKLPYRELEANNRSDLYSKKYRIGFCTAEIRQQFFKLLDHPCPKCDAPPYRTFEGLRNHVRS
EHKLLYCDLCVETLNIFTFERRCYTQAELQLHNTKGDPDNRSHRGHPLCEYCNKRYVDRDELFRHLRREHYFCHFCDADG
CNEFYNDYADLAEHFRAEHFLCEEGKCATEQFVGAFRNEIEYKAHVANVHGKSLNKQQAKQTRTLQVEITLGPRGRSGQT
EQGITSVRTRNDEHNDYQNDLPSITQRHVSIDAGNEEQFPTLRGASTAPSVSLVRPPPPSMRNLSGTSGLARTKENFPAL
GGGNGGGVTGPTSSSIAARAAQSQHPVAAVFKKPTSAAGSGSRSGPPGNGMLLHVSNRSAAVPKKAATPQVDFPALPGKG
NKKNLRNLEEDMLPSGSPVPMANISAKHRSLADDYVSVASPSTFQKLQMVQKEEDEAKARQEALKKSAPKLTAAEFPSLG
PSASASSSRTTAPKPSSGSPSLNWSKPANEKKQRELENRKAKVAPAPVLPSPTSKPAPKASNNNVQEQQANKKDKKQKDK
KSNQENQPKTAKPKERNNNNEQKTNGAPSTPIRAPPGLKPGGPLKPPPGFVSNVTVNSVAKLPNNLTFTNSLGESYDIVP
SPYTYTDPPDTEVRNQKLVDEVMSLLKTPEALNEFRLLSSKFRDGSCSGQAYYEHCQCAMLSSFYNLFPELLAMLPDISK
QQELYLVHKQHLNSLPPAERKSVPALEVCKVCKQILITADLKSHQQAHELTKNFPVLGSSASNTHRN             
>Dmel_FBpp0073049                                                               
MEFLHESVALGVDLLILGLCAREYVHYKRTAKVLKAAPQYNIDGDLKSVVERQRDKKIPYAVIRGTVTPIGVPLRSSLVP
SVSGVLQIVKLHEHRVTRGFAGFWTEQHKLLHESANEMPFELRNQSHGVEIVDALSAAVLDVDVVYDNYEPSNLSLFDHV
FGFFSGVRQRGLQTTEEVLREGSFLTAIGELELDGDTLRMQPSNEGPLFLTTATKSTLIKRFEDAKTTTILKLVVCSTIS
AILVAFIAKKLYRKRKQEREEAKIRERLDTERRERRARSRPHTLSQDQLCVVCSTNPKEIILLPCGHVCLCEDCAQKISV
TCPVCRGSIVSKAAAFIA                                                              
>Dmel_FBpp0073674                                                               
MGNFVSRQNAAVEEADPSTNNAYKYPPRMGNFFGTHFIMGGERFDTPQPESYLFGENADLNFLGNRPTAFPYPPPQANEP
TKTLKSLVNIRKESVRFVKTMNDKKLGGVLEKPKMKEIDRDLDLDKEKSNVTIEDVDGNVLCSMGLGGGDADMTPPPPPC
SYNIEFTFDSDAKCAITIYYFCSEDVSPSGVTLVPREGLTSETYHYEKGINQCFSQPSHVFNPQQMPEDELGYSPGREQY
PVAIHCVVEEGSDECRQSHTTICVIDHHPENGSYVLRALKQKIFVDGLCYLLQEIYGIENKAVNKTSLDEEIDDHGSECV
ICMSETRDTLILPCRHLCLCNSCADSLRYQANNCPICRAPFRALLQIRAVQKGISTHVLHQNTPTSAAGEPAPVDVPPGY
IPVSLIEALNGPPQYVARARNSEHDVTDSAATVAASTMTSADIKATSPIKSSSQRRPKIKKNASTCTSTSEVGTITNQSG
GGNGSSTHSVEIESDPKKSSTATCTSPTLGASTSPEPKQDKLQIVNERKYPRSTAGSGGDGSAGTDDDVDSENEKLSPLL
SPGSKSKNVSSKSLKQVVACLEADDDVDNKSSTGDGPTEESSLKKGSSIKRTKPRPELSGSGAPSPAEATAEDSDYYTPE
DTQNSILSPLCPTERAKSGDPLGAGSLGNGGLSVGRSAGSVGGQAGVGPVVVGFSSAVKKNLHKKSTSVGNMVGSGSVTT
VVDLKSNNVSSLPDMLDSPISGNSASTRSSSDSYSSSSSTKQLLSSNPTTTAANIIVDDKTALQNAVNV           
>Dmel_FBpp0075254                                                               
MASVVADLPSYGPIAFDQVDNNTNATQLFKNNINKTRMNDLNREETRLKTFTDWPLDWLDKRQLAQTGMYFTHAGDKVKC
FFCGVEIGCWEQEDQPVPEHQRWSPNCPLLRRRTTNNVPINAEALDRILPPISYDICGANDSTLEMREHAYAEGVIPMSQ
LIQSIGMNAVNAAGSVTGTAAPQPRVTVATHASTATQATGDVQPETCRPSAASGNYFPQYPEYAIETARLRTFEAWPRNL
KQKPHQLAEAGFFYTGVGDRVRCFSCGGGLMDWNDNDEPWEQHALWLSQCRFVKLMKGQLYIDTVAAKPVLAEEKEESSS
IGGVAVASTQASEEEQQTSLSSEEAVSGDVAPSVAPTAATRIFNKIVEATAVATPSTNSSGSTSIPEEKLCKICYGAEYN



TAFLPCGHVVACAKCASSVTKCPLCRKPFTDVMRVYFS                                          
>Dmel_FBpp0075275                                                               
MSCAATLSSAKDSTNANASGGGGGGGGGGAPTNSNTNTNTNTQSTAVGVVVSSAAGTGVGVGGGGGGGGSLPGGTTSSSS
ASAAGGVAAGGGGNSAAALVRRFSMEGVGARVIRGPDWKWNKQDGGEGHVGTVRNFESAEEVVVVWDNGTAANYRCAGAY
DLRILDSAPTGVKHEGTMCDTCRQQPIFGIRWKCAECINYDLCSICYHGDKHHLRHRFYRITTPGGERTMLEPRRKSKKV
LARGIFPGARVVRGVDWQWEDQDGGVGRRGKVNEIQDWSSASPRSAAYVIWDNGSKNLYRVGFEGMADLKVVNDAKGSNV
YRDHLPLLGENGPGKGPHGFQIGDKVTVDLDLEIVQSLQHGHGGWTDGMFECLSNAGMVVGIDEDHDIVVAYNSGNRWTF
NPAVLTKVSSPTTAPPEFQVGDIVKICSDVESIKILQRGHGEWADAMQLTLGKIGRVQQVYHDNDLKVEVGNTSWTYNPL
AVCKVASSTASDGSCAPVIPSSERLSAILKKLFEPNVSGDATEEFVKAAANGFAARCEEYLAGAAQPSTSSASPSSGPDV
NVNGVFAGHTALQAASQNGHIEVIQVLLRHAVDVEIEDKDGDRAVHHAAFGDEAAVIEILAKAGADLNARNKRRQTSLHI
AVNKGHLNVVKTLLTLGCHPSLQDSEGDTPLHDAISKEHDEMLSLLLDFGADITLNNNNGFNALHHAALKGNPSAMKILL
TKTNRPWIVEEKKDDGYTALHLAALNNHVEIAELLVHMGKANMDRQNVNLQTALHLAVERQHVQIVKLLVQDGADLNIPD
KDGDTPLHEALRHHTLSQLKQLQDVEGFGKLLMGLRNANNKKASASIACFLAANGADLTLKNRKQQTPLDLCPDPNLCKT
LVKCYNERKTDDSELPGNVAGTSSSARARAASGSLNQSSSVNMPLSSLAASSTFPAASSSSIFALNGIANEMSQSLHEDP
PKSSASLDECLVCSDAKRDTVFKPCGHVSCCETCAPRVKKCLICRETVSSREKIDECLVCSDRRAAVFFRPCGHMVACEH
CSALMKKCVLCRTQIDEILSFSLCCGGSGRPEKVSVAAGAMATVGLPLPDDRFMEAAAAAACANASGHSVAMNNTVVTPV
AGSSNQLNSQNNLLAAAAASSNVSNLSAAGNAMVAPSNVNNFQMDDVQKLKQQLQDIKEQTMCPVCFDRIKNMVFLCGHG
TCQMCGDQIEGCPICRKTVEKRILLF                                                      
>Dmel_FBpp0076342                                                               
MATRGSGTRVQSQPKIFPSLLSKLHGAISEACVSQRLSTDKKTLEKTWKLMDKVVKLCQQPKMNLKNSPPFILDILPDTY
QRLRLIYSKNEDQMHLLHANEHFNVFINNLMRKCKQAIKLFKEGKEKMFDENSHYRRNLTKLSLVFSHMLSELKAIFPNG
VFAGDQFRITKADAADFWKSNFGNSTLVPWKIFRQELNKVHPIISGLEAMALKTTIDLTCNDFISNFEFDVFTRLFQPWV
TLLRNWQILAVTHPGYVAFLTYDEVKARLQRYILKAGSYVFRLSCTRLGQWAIGYVTAEGEILQTIPQNKSLCQALLDGH
REGFYLYPDGQAYNPDLSSAVQSPTEDHITVTQEQYELYCEMGSTFQLCKICAENDKDIRIEPCGHLLCTPCLTSWQVDS
EGQGCPFCRAEIKGTEQIVVDAFDPRKQHNRNVTNGRQQQQEEDDTEDIGDFNIATSSLHALSTSSTVAAEKHSPHTSPR
LGRRSTTPSLMAVQNDLYAGGTPTLSLPSSSCSSIAAASTSSSSSLASVATVAASTSSSQHQQPQPSAPPASAVLSNGGG
GGGGGGASSSQKNTNRMSAPLIGSCVANSTYGQKLPQNCSHSSTSSSSDNASSSSSYAILQNLHDTGTPATAAAVVAPPL
PPRKSSPGVETPSKATAPPPPSSSKSIDNIQCSLDNVPPQTTAPPIPPHVSPSVDTLAEDLMRQQLIATSTTSPVLSLLD
EDIVEVGPAETISGVIDTRPLEARGVTLCRQDSASSHYTQLCTTSSGGSAAALANGKKANSAKQSQATTTTSAAAAAATA
GNGSNPGQQSQPLLYANVTINQKDCGTVPYENINLEYIARLMNAGYSKENAITALGISRNNIEMAGDILREFVSKNSA  
>Dmel_FBpp0080686                                                               
MRASIPPGIRVVRGPNWIWSNQDDGEGHVGTVCEIGRCGSTHSPENTVVVNWDSGHRTNYRVGYQNQYDLIIVDNAQVGV
RHSNVVCDGCSKAGIAGIVFKCAQCPNYHLCAYCYAEDLHDIEHPFIRYTTPNSLGVRLPMRKGAKRIQLRGIFVGSKVV
RGPDWEWNEQDGGEGRTGRVMEIRGWDNESCRSVANVAWVTGSTNVYRLGHKGNVDLKYITATCGGHYYKDHMPVLGQTE
ELQPVAPMVKPSFSVGDRVKVCLEVDALMKLQQGHGGWNPRMVEHLSKLGTVHRITDKGDIRVQYENCPNRWTFHPAALV
KVVSFRVGDLVTIINDANKVQQLQKGHGEWIEIMRHALGKICKVVKVYSDGDLRIQQLDDGFEWTLNPKCVKLERSPLAT
AAERSNSMMDLSHRRADHVMTPLSGLSGSSVADKLVREAAQGHLDFVRQYLDVNPSQVDVMSGGKACIQVASHQGYVDLV
SYLISKGANVNAVDKEGDSALHYAAFGNQPATMRVLLQHGAEVNFLNSSHCSALHICAHKKTPHCVRELLQHNANVNIQD
SYGDTALHDAIGKENTEVVELLCNAPNLDFTVKNNRGFNVLHHAALKGNVVAARRILLLSRQLVNVRKDDGFAALHLAAL
NGHAQVVETLVTEGQAELDIRNNRQQTPFLLAVSQGHAGVIERLVRLSCDVNAKDEDGDNAMHLCVIKKSNLQSAAEPQP
EEAPEIHKFYLSLVHSSIRPEDRLMYSILIYLSRAGCRVELNNANASIFEWITDRHIRQLIFGQQGEAESLPRNLQALEV
SAGSADGEESSASAGAESNGAGPGSVAAPPPPQRQTFELMPKPNDIPAIGVGASPSTPSASPGVKKLNSDATPQNVSPQV
APRKKAPKPPVTTSSSSTALEAGAAGPSTSPVIVPGPHECIVCNEILPMVRFEPCQHQIACEECGIRMKKCLRCAVAIER
RLTVSGRVVALPTSTSSPSDPTRLPSGDLLRYLENKVLEFEESHFCGICMERKRDVAFLCGHGACSHCAETLRTCHMCRK
TILKKINLY                                                                       
>Dmel_FBpp0080921                                                               
MLDALIRAAELVDLVLLRPLASVIDAVITGVYYFLWGSYLVGFCLVEGSRKGWNLLRCAVRNINEGIRDLGLITLDVADY
FYGGTKGGLKNVLDFGHCISRFICNLLIDLGDGILWLLMLLPRAILFLWDCLLDFVVHSIVAHGLSLLNSAFRASIGLAL
LLVLYMFRRYVYLMLIYLLQRGRIEISTKTQSVYLWTHHKLQHFIHNVWYVSENAGSASPERCVVCMAQSRNVVVMPCRH
LCLCKECSLQLVLLLEDRCPVCRHNITSFLSVYV                                              
>Dmel_FBpp0081481                                                               
MGLSDIPANYMQGSHPHLTLHPQQQHHQNQQHLQHLQQMQQLHNAMPTPAQQAAQVLAMESNELLMSTKDKLSSKKKMHL
LKKIKKRFGLVRRSPSSCPGPNNLPPLQFHSVHGDNIRISRDGTLARRFESFCRAITFSARPVRINERICVKFAEISNNW
NGGIRFGFTSNDPVTLEGTLPKYACPDLTNRPGFWAKALHEQYCEKDNILYYYVNGAGDVIYGINNEEKGVILTGIDTRS
LLWTVIDIYGNCTGIEFLDSRIYMYQQQPAAIPMATVPAQQQQMPQPAANASSALNSHHPHQQSRRSLPGHTAAIEHDLE
RHVMPSLQSLHLAGNGGSVASVEQAAIAHDLANGLPPLRYNANGRLIPVPFHNTKGRNVRLSQDRFVASRTESDFCQGYV
FTARPIRIGEKLIVQVLKTEQMYVGALALGLTSCNPAMLQPNDLPNDSDFLLDRPEYWVVSKDIAAAPQRGDEIAFFVAP
NGEVSISKNNGPAVVVMHVDQSLQLWAFLDVYGSTQSLRMFRQQLPNMVAYPSQPQVNVNASSSSACNAASTSRMLPMTE
SMSSLNAGATAKLLHHPSQLSVAQSTSTLASAGGVNGSRMISMPSNGDILQIQPNGGGTVLVVNLPPASSSHDINGQLAA
RPTATVTSSGVLAGACSSGTLISTTSSQYIEQPIANSTNNAANKWKDSLSDQQSTDSSAECTICYENPIDSVLYMCGHMC
MCYDCAIEQWRGVGGGQCPLCRAVIRDVIRTYTT                                              
>Dmel_FBpp0082488                                                               



MSISKLFVKVFNEDIFEQVDHDNLYSDLDDDLEGANCSTVPDPRPAKLADLSVTKQMLIVRTWLDDKFQQIQTDSNEEIR
RLYMETESRIGPDLTIFDVDYTTTVRVSSDRLALRSQGSFNTVRANCCVYGGRWMYEIHLHTKGVMQIGWASNSCQFNEN
SGVGDTKSSYGYDGSKQQIWHISTKKYGDKWQIGDVIGVTIDVDKEVIEYYRNGRSMGVAFNKLEKGPGISFFAAISLGY
TQGIEANFGNRPFMYPVSGFQPLMARPILKLQRANLLMNYLVNLAGIFSKYNAQSGMAPTNGADARVSTKKTVYCIFATL
LIEKFTNEIFDPYIIEDVLLRKISSMTNLASEKENSYSVLHGLLSLFWNYMEGDEIKFVLRKLVNALLGTFTHTIQGLDY
EKHRQALGMLHCLCLHEQTRKYLLEGKLFKKHCLAFFLYIHPLEFYIMEELLPDSMAWTEGIDGPKEKYLNVVEKVRKVT
EPLYTAQKDLLCTLMINSDGSRESPSSRSIFLSKLRRYVIDLSMEQRPFHAFFFMQSSIQHPLDAPVALAFASILIDQTR
SMFKDEMPTKNVEVNSDYFIDGTFDYMHFDRVGGVLSHLRKVHRGDIDARLGSARTQQIYEDDRQNLRVNEVDTTLYLLG
ENINNVPVVGHTQGANNTTYTHFLNTRPNSSTDSSPGNADMEASLCELLDLCIIFYYSAGHKYIVKIATVRDEIAALNEV
LKETKFYREDIERKLGALEQHANVCMNENHQHVMGELRSKFSQRQNVFATRSIALARKQVWLRGVALNNHRRSLLIWLLE
RMLRTLTTASNTGSLFSFVPEVYVNTLPILLDAVMDFSHHDLKAQFEASDAECSVNAAAEFLGIHSADPRIVLASCKDSL
LQALGTLTCHKSGVRALERTSKRSQASLVRALLRPYENRAWGQSNWLLLRFWMGEGYAYKDSRQPSVWQGGSLPLHQGLC
RSRSRNETHTGLLHNVAPANPSKHFQRLIGAKLLEDEPFATAFLNSVLSQLNWAFSEFILLLQEIQNTAQRQENTLFEPK
QLKICSMCFELTVSLMRCLEMVITTAPEIVTDESRPNSDLLLNRICQLISQVLSRVTVPPGCFQFVVDMCSADLNAVTHY
PIVTAALGILLALMQEEMESDLRPQIVTRVSRAFLTDPSFQFATLEFALGEIRTPLLEQKNIPRGNFDPSSRPHIDPLTN
DVRVPLPNNSKRIRADPPILKFALNDFPSHVSSEEIDNVRRLIDSLRVKQTLLSDITLPSEDSLCPICCAKPITAVFTPC
KHQSCSDCIMQHMMNSKVCFYCKTTIQTIETLDGTVIFSNDDVVQTPMIERA                            
>Dmel_FBpp0083794                                                               
MLANETNKLLLSSQQEKPNHYTYLKEFRVEQCQSFLQHKCNQHRPFVCFNWHFQNQRRRRPVRKRDGTFNYSADNYCTKY
DETTGICPEGDECPYLHRTAGDTERRYHLRYYKTCMCVHDTDSRGYCVKNGLHCAFAHGMQDQRPPVYDIKELETLQNAE
STLDSTNALNALDKERNLMNEDPKWQDTNYVLANYKTEPCKRPPRLCRQGYACPQYHNSKDKRRSPRKYKYRSTPCPNVK
HGEEWGEPGNCEAGDNCQYCHTRTEQQFHPEIYKSTKCNDVQQAGYCPRSVFCAFAHVEPCSMDDPRENSLSASLANTSL
LTRSSAPINIPNTTLSNSINDFNSGSFAVNIPSSSLTYSPTNHANLFNVDAFNYGGSNKLSNSLSATQNDSSLFFPSRII
SPGFGDGLSISPSVRISELNTIRDDINSSSVGNSLFENTLNTAKNAFSLQSLQSQNNSDLGRITNELLTKNAQIHKLNGR
FEDMACKLKIAELHRDKAKQEAQEWKERYDLAQIQLNLPAELRDLSIQKLKQLQSKLRTDLEEVDKVLYLENAKKCMKCE
ENNRTVTLEPCNHLSICNTCAESVTECPYCQVPVITTHT                                         
>Dmel_FBpp0086219                                                               
MPFGRKSPLEALALPGVMLAYKYSQFRQRRREAASRRVTERELSALHHKIDKLLSKLEEESEPDPPTSQEDECVICINAR
ATMQTSPCGHRVVCRRCFVKTIQSAVAQRLLPLRCVICRARVNRLTSSSGTWRIQESASSYSMGAKSWASAGVAAGGVVP
SASSYSMNDAHSGHHSFHQPTLHKSAVGRHHPHHYAARGSAHARVSQSDSLYSMSSTGSAASSASGYSHYSKTSSISSNG
PCSPASPAVASSSNHLAPPSPTTHHHSHSLASPTPSGSSGSSLSPRENGTSHSHHGGCPIGCSGAVPRKPLHTLTNSSST
PISGSSSSGSGGGGVGNGNGSVPSGMMTPTHTYPGRRHVKNRLMDIQNRLPPIKEFRSPAKVPHPSPVHVSNPRFRYSTY
TKSSAHELAPLLRESGSSPPPRRPSPMNIQLSCSALAPPPLKAGGAKICPLTSKNSLPKNAYVMPKDKKQPASVPQGKAT
GTASKSTPQGAGCSRASAGCSAANSGSTGAGSASNPKPSSSSSSRSFPLFSAASNQREKADNKKNESVERKKKEEKLKLK
AEKEARKEEKRLAKEEERLAKLHAKEEKKRGKKEAKELLLANDGNSKK                                
>Dmel_FBpp0086431                                                               
MTELGMELESVRLATFGEWPLNAPVSAEDLVANGFFATGNWLEAECHFCHVRIDRWEYGDQVAERHRRSSPICSMVLAPN
HCGNVPRSQESDNEGNSVVDSPESCSCPDLLLEANRLVTFKDWPNPNITPQALAKAGFYYLNRLDHVKCVWCNGVIAKWE
KNDNAFEEHKRFFPQCPRVQMGPLIEFATGKNLDELGIQPTTLPLRPKYACVDARLRTFTDWPISNIQPASALAQAGLYY
QKIGDQVRCFHCNIGLRSWQKEDEPWFEHAKWSPKCQFVLLAKGPAYVSEVLATTAANASSQPATAPAPTLQADVLMDEA
PAKEALALGIDGGVVRNAIQRKLLSSGCAFSTLDELLHDIFDDAGAGAALEVREPPEPSAPFIEPCQATTSKAASVPIPV
ADSIPAKPQAAEAVANISKITDEIQKMSVATPNGNLSLEEENRQLKDARLCKVCLDEEVGVVFLPCGHLATCNQCAPSVA
NCPMCRADIKGFVRTFLS                                                              
>Dmel_FBpp0086838                                                               
MVQQGLDATNFGLRSDYSSENGDHPSLFDTIKDGDQPDMCAFCLDRIQNPEKLHCNHAFCKSCLALYREARNWVAKRCPI
CRSSLDMDGQVSRQFHDNWRLFGIMMVPLMVLSLGPFYLLLLYW                                    
>Dmel_FBpp0086919                                                               
MPCESCGVEFTVFRRKRACFDCKRYYCANCIASRRCKRCSVFAQRPLSRTDLLKLKPKDLIFYLQSKHISTEGCLEKEEL
VGLVLTHVAQVDRSRGSNASSNSPGRGQANPIDSLKQSCQNFFSNLSDNISDSLASFDSKVTTKPPESRQPEVPTHIFEQ
PRVSTREIPTYASAVNGGPQHVHVQQQATTTNGGSQSSSSPSTSTQSSNNRDASSSSQAHVAHQEARNEEQEDAQSKSDC
ECSDEEIMATFSERVSISLKTDTSGRRVNAAAEPSPVDLANVDNGPAGNTAPSPGCSKPGSSSSKADASSQSSFEELGAI
GGISDESKANTDTNSSHLDQWQVLEVNRIEAVEETPTTSAADEILEVTLRSRPAVEGDDSEMGESTQALNVNQRPANPSP
AFYPAVPQRTKKVTRRRSDGYLNRRYHSSDDESPVAPGGPGLSLGLSTLSEHPEHGLHPHSHRQSCQRCGKNKTNIRRHV
EKMRRHLENSQMSEEDIKRELQEFLTYLEQRTKSVDASDADSHAVSPLSVDAISVAAGGRSPDMPITPTIEFSPTQDEDI
RWDDDEGIHVYAAPSDFEPTAGIDSRFVNLEDFEDLKDLEGLTVKQLKEVLMLHRVDYKGCCEKQELLDRVSRLWKTMRE
CPAVEKLATDELCKICMDAPIECVFLECGHMATCTSCGKVLNECPICRQYIVRVVRFFRA                    
>Dmel_FBpp0088160                                                               
MAAQVTPKISTCINSKGSIQKKNQAQHHDMSEQSKVNESTLPLSDDPRTLQLALELSLVGFNDNQNCYAQPAQPLPMPLS
ARSDFEIGTINSTLPIPSAPNCLLLPNAGAVSSEDRSKKSQNMTECVPVPSSEHVAEIVGRQGCKIKALRAKTNTYIKTP
VRGEEPVFVVTGRKEDVNKAKREILSAADHFSLIRASRKPVSDSQNNGMVGSTTSSGGGAVPRMSGPPCMPGQVTIQVRV
PYRVVGLVVGPKGATIKHIQQETQTYIVTPSREKEPIFEVTGLPDNVDTARKQIEAHIALRTGSGSGSGDAITMQSSDSV
DTKEYASLPSLTQILNDDLNSEILSSIYKNSVPSTQEYANNSMKTVVNVSNSVKLVQGHHTGNCFQKSEFAEMEMTANIT



AADILDKRLPGNEVSVPLAKANVANIVFRTTSSKTLSFCPPTSTSASFHSNCNANILTRSCSSASSTTSTKSTNNSANTP
PEILNIWKSISDSIDVDEGIGDSPSIWNQPANIIPTAHCSPTISISPTDSLLGMGEHSANQQNLNHAKEPIMPNLPQKIK
GIQVQSNADNFLTHRECFVCNENTVTTALVPCGHNMFCMECANHICLSMDAVCPVCNSIVYHAMRILG            
>Cele_C11H1_3                                                                   
MGQIASVFRGRNTHERGNSHDDEDPEAQITFSNAAGSYFGSHFLMCGCKFEMARPEAYLFGENSDLDQLGSRALSFPYPP
GPLGNDEIRPLNLLVNIRKESVKFQRVKKDNGELNANLYQLTFVFDCDSACVIQVHFHAKEMYHDGEIQFAYRNRRPQSS
ETFHFETGADQVFGGYVFDTSRWDTNDLSYSSGLYYPFVISITTSGVESTQMQTTMCTIETGNDSSKALVLKPLRQKIAC
DGVTYLLQEIFGIENKSVETMDDDSGLECIICLSDIRDTVILPCRHLCVCSNCADSLRYKHNNCPICRSPFRALIRLRAH
RQTRNQIYETVSLVEGLNGSPTPIPTVTDPVNPTVNSSTRRKRHSSSKSSNGKSMHQVLTMEQLGDEEVKECIEMSYIAN
EHDTDEDDEDEKKRVSEKDVPISQVESEDGSSGSSSQPLQKHHSSVSDISESEEESEPPQREVSKPSEDCESKKSEESED
DERKSQAAHSDDDSVTANEDSARRNSEKRRSFQTSSRNSSSQLLEQNKN                               
>Cele_C56A3_4a                                                                  
MSELEQEEPDDALQASRTAFDYIFKLFYPVYYFVTIPVRITNWFFTNFPVFSSLSLFLFIATVLITLYVYRRLSSTPRES
FISYILYTVVPYGVSIVYTVVGFIFPQVRIVTRIIDVLLHPIKFILGFIEKVDNRAAPIRRTVEAIHGPKPPKAGVKSVE
DSINEARLQCFLCKLTEKRVLLRPCNHLCFCEPCNDTFQKQIPLLCPICHMHVQSFEIVHF                   
>Cele_F10D7_5a                                                                  
MGNENSRTYKDMVNNFGMQIDDETRDIINQVTPGTRGPLQFHCIHGSNVVILKNGRLAKRRESFCKGLAFSNRPIEIDEN
VCLRLCEVGTNWSGVLRFGVTNDDPEMYRDIPVPTFACPDLTTKDGYWAKALPERYSNEGNILHFYVNAHGELFYGINGS
QKGMFLTGINVHRPMWLILDIYGNSVGVEIIDASEFRPRRNAPPPPIIAVPPRPAPARTSPAITAIALTPSSASESSMAS
RTDDSGKRPLRFHYVKGCHITLNPSRNIATRDQAEYSQGYVFTERPIKNNEKVMIMISQVQRLYEGGLAFGVTCCDPASI
RVAGLPDDSSDLVEMPEYWVGIKDIALQPKANSILSFWITDSGEVKFEIDSNGARTCLYVDNSLELYMYFDVYGSTLSIK
MLGYIQVPRSHSPAARETVKEGPSTRNEQPLSIPRRPARIPDGAPSSSSYLAPAVPARAPPPVPQSPLRVNVRDSLEGSS
STPALSTTRPTIDDLLGEIIPSTPPPVAPRAVLGSSSSTSRLPNRSSPATTTAMMSPPSFNPPPLPASFQRNEGNGAQEV
NEGDECTICMDAPVNSVLYTCGHMCMCFECGRRLLTTKGTCPICRAPVQDVIKTYKS                       
>Cele_F16A11_1a                                                                 
MAFAGLTDLRLFDNVSHYINELAGEFSPDTAHLHDHNCKCSIVDRLWCDYFGMGTCISREARARRKERKRNIKRLREARN
ASASPRDPFSNGHRYGHRSRSEGGNGDVRDDIKELIIETLEVIRTLVNNEQEPPQSLLKLNFIADEEKGWTMVVRALIYT
IPENDPLGPAVISLFLDECPLPSRESVQTLLLSLGLSSEFVDSKHLPPSWHKNMCIVLGSLAEKMAGSAAVTMFNDKIKG
YLMKIICYGLTYFPPNYGKTLKEKNTHCVRMFALLALEKFAQTRENQISICKMFTEMTTHPLIKMEEYLKNEEVSRYWFA
KQEGFCAQWALDNIFILESRPYSYETCETSKINAMLNHEDVSEYLKIGPDGLEARCDVSSFESVRCTFEVMDGVWYYEAT
VLTSGVMQIGLATKRSRFLNHEGYGIGDDASSVAYDGCRQLVWYNAKSHKHEHENWQPGDVIGVLLNIPEGEVVFYLNGT
PLKEPETEFLSNRQPSEGVFAAASFMSFQQCRFNFGASRFKYNPGKKFRCFNDFGKLSTEQRTIVPRRLRLELLEKEHIP
EDYCTICFAAPGSTTLLPCNHDGFCSDCCNMMDHCPLCRKPIEERIQKTKNNRSFDNVKSPSNSSISAFVRVNSQRKSTR
ATSAVATHPTDTVIHTGITTANNRDIARRHTQV                                               
>Cele_F54B11_5                                                                  
MGTNQSKRHPRFQSCTWDEFLADIKEMNRNYRSLLVENEEYLAFALRNIDYQREGYENWKSEIKILCCKVNQMSKQVLNY
KELTFREFLSTYDLHKLMITNKESRKRSVDPMSTSQFILTQTSDVEGNCVICMENINDLLLPCLHAFCIRCIANEMEYRH
DFSCPICKTKIRNPIESSWEVPDAPDQAEVNEYLKEIARET                                       
>Cele_K01G5_1                                                                   
MDLFRKPKKRNAPVVRKKESSSDEDQDSEVKDVIQKRRRTNPMVQSTKQLDASTRRADNSSDDSDDSDDNQDIAVATHSF
AASGDAGPSGPRDQGATATLEVDTDYSHDAQAQFERVQQQLKEGVEKDGKILYKGSALYGAKEAKDTAKGNAASGYNRVG
PVRAPQFLRQTVRWDFAPDICKDYKETGFCTFGDSCKFVHDRSDYKHGWEIDEEYEAGKYGAEDDANYEIHEGDDTFPED
CFICGNPFVDPIVTKCKHYFCTGCALKSFQKSSKCPICQQNTENIMNTAKELLTYLKRKKQQQKQEAEKQEEEKDSDDDE
KPHECDDHHHHDHEDEPEEPENDSNVPEAEEKSDEEQEIMMEDVEGLEGGENDSESDDDDAEKD                
>Cele_K11D12_9                                                                  
MTDLSIHDQIKLASEWGYNQEEIISALKANSKEGSKEFERFENFDVMLDILNKVTGKGDSRSSRKHNSPGDLMSSSVTSL
HPHSSKSHRNLSVGRSSSFHLSTPRSTRDSHDIVRLLATLEREKERDRKEVDSQFTILKNRINHLENEKEQCLSEVQELK
RLLEDSEQDLKDCKDEMNRLMEERVETADALDKLTIQNYRQQQEIHDQKELSEHRKKIYSEEKARKDEEILNLQKQKTDV
EMELERKSNLLDEQTNVTKRMEEKSYQLKPLVLLDELTKKHSQLVDLSTEFLPNINAVKMLYKELFESFPQLETNVHESK
LSMERRVEEVEEQLRSRNRDFQRLQEKLVAECCICLATKPSIVFMPCRHLITCSGCYDASDFRECPTCRSTIENSITVFM
>Cele_M02A10_3a                                                                 
MGSINTIFHRIHRFVNGTGNNARFVPSTNNSTEALTLSPRAVPSTVSLFEIPSASEMPGFCSEEDRRFLLKACKFMDQVV
KSCHSPRLNLKNSPPFILDILPDTYTHLMLIFTQNNDILQDNDYLKIFLESMINKCKEIIKLFKTSAIYNDQSEERRKLT
KMSLTFSHMLFEIKALFPEGIYIEDRFRMTKKEAESFWSHHFTKKNIVPWSTFFTALEKHHGSTIGKMEAAELKATIDLS
GDDFISNFEFDVFTRLFYPFKTLIKNWQTLTTAHPGYCAFLTYDEVKKRLEKLTKKPGSYIFRLSCTRPGQWAIGYVAPD
GKIYQTIPQNKSLIQALHEGHKEGFYIYPNGRDQDINLSKLMDVPQADRVQVTSEQYELYCEMGTTFELCKICDDNEKNI
KIEPCGHLLCAKCLANWQDSDGGGNTCPFCRYEIKGTNRVIIDRFKPTPVEIEKAKNVAAAEKKLISLVPDVPPRTYVSQ
CSQSLLHDASNSIPSVDELPLVPPPLPPKALGTLDTLNSSQTSSSYVNIKELENVETSGEALAQVVNRQRAPSIQAPPLP
PRLSASEHQPHHPYTNTNSERE                                                          
>Cele_R02E12_4                                                                  
MTVEEQVVEMLSNLDFESLEFEDVQCHICFQVNHEPVTFLTCKHSICAGCAGRWLSSCSVCPMCRTRVREIHLNDDLKKK
SLEFLKLHPEQELPEDIKWEQCCHETVFWSLQQRKRANESDAVFYGSQPVVPEHLSAEESNDFIETKRLENIRIRLDVLT



KQVAEQTPRVQQYYNVEKFNQLFYQNEISYRDEDQEWRMVHGRGLIRIPRKFANSADQAHYQKMSEVYRFRHTSGQVQFR
ITRTEYDDPIEIVRMARLAVKEANMRAARMQGQTTQQLMQRVKDLKYWSGEIDRELADVKEEHDDLLRCYRRLQLCLDIT
GRSSRCNESCLAVRRKKVQVGDHTSDRVDMELHKEKELMTDTMKQMKEIGERVERQLEVNQSARKNLLRDLTLKQEAISL
DHKSVAIGADGTKTVIRTPDGDRLDFREGAPLQRMSEYSEWIENTGNNLNYAARARVHSRKIGQKLCQSIREMAHQLRTE
AIAVEALLKDSVRNWQEWKDNLHSQVNGKDKEIKNADGAIEEISFSLRQKSGPLQVALSRQNQRGLRPGIELCNDKAQHA
LHQELMMLKGTFLSLENQLDKAKESRKKLDNDRDKLQRKLDICDHNLTIDNEILRQIRTSYPHEIQLSGFLLSETKEHR 
>Cele_R05D3_4b                                                                  
MMKRSNEGIGGENYASSPSDDGQQKRRKIQFEPVRMPAVSNVNDIRARAVVYQTSKLKQQLLYKNKRIAELEKENERSKR
RQQTDESNFLKVYNMFSDIEKYICTQTKNEFGEYIGGDTAPTGIDVLGMTNETYNKFFDQAKQNLRNAFVSYAKARHDRA
HESTIFIDKLKTLIDSPTFNPNGVHKELTAKAASLAIQNEKLQSEVTKVQSDCYNLERKKRILTDKLSVQENRVQELEHQ
LEDARFETDKHMRLANKFEYKLATLVSEGQSGGNGGATPSSSGTTNATEKKISAPDIPPSETAAKEIENLRLERDEQESI
ASRRLQDLEEMNKKVQTLTQENSKLRLETQTFFSVDSIVNSEEYKNLKKYYSLAIKEYERVSKDLEDITTERDAFRSAKE
ARAMLMSEEHQKTLKEIQCQSDIHNSFYKVSHDSEVLRCEFETVKEEYNKTVKQSEWDEMKATLNTLRSMNRSLKSEKIR
LREKDKQSQKDINTLKSELTSLKEAQDKCLLVPLEDVSNAPPEDVNKIRQEYESLCKEVKRLGAMEKQEKQKQVENLQKE
VNRQIADKLSELETLRKTNEMLTNDEECISDELEAIGTAVEEEQERNAQLYIEKREQEDRNLKMMNDRMIQNQTFNRLRE
KLSCLESKAQTDAQIAKMHEFEKKANEELVTKLSESVQFKSAELTRLTNLMEQHRKNIQEVGMSRDENQIKADRCEGQMK
QIQELYAAKAREIEDFKFKRQRAEEELETLRIKYERVKRNESVPAQSGDQVLEEANRQMKETLTCPSCKTRPKDCIMLKC
YHLFCETCIKTMYDTRQRKCPKCNSNFGANDFHRIFI                                           
>Cele_Y47D3A_22                                                                 
MNGVAGESPSYDEYLTYFTPGDRILISENHPNHAQRLNSYNNVAWTKTHLALLGHIGYIESINEHRHTANVRVYYAVPQN
PELFKLSTEWPLDALEFPQCIDHSKGDLVAITRGDPEKTTIGIVATKEPLNLGGIPKHLVQLKSASNPTITREIQVAVNA
NTGWTDERRDIFLCPVYSGPRLSMIARDNNEPSVHTYKHTIHGYTPDTLMQVIANWGEDALSYALLVESIRSDPQQVRTL
FDGQLPLFRAVADDLRNVVVMLVALGADRTARDSENRTIIHVAAERGLDKMLDTVMLLLPKDINSQAANGLTPLHLAARH
AHAACIDRLLGTSTCIPCVPNNFGDTLLHEVCRLPESSNKKAAISRILTNTRANIHHVNNSNMTPIQIAIMSGHVSTVEQ
LLLLRASYRNTTSKTGMSALHFAAASGHANVVNKLISLGLEVHRRDKFGRGVLHYALEKWTGEAEKDCNRLAAIQALVKA
GAPSNIIDLNGQTPVFQLIREMLSNSEQYPASLVPVCAQLVRTNLNLDEMASRLRPMWQLATICFLVANGADLNVKDRRG
MTVMDLCEESSFRSIIVHIAQTKQRQVMPMMMAMSEDKFDSTEVTMCTFSCLNSVATVKLDPCGHRVACVDCTEKVAIRR
CPVCRQFINEAHDQDGKPVQIGSRCHEPSDGDRQQVSAEVRKQIADDAAREAKIEVEREKQNELNQLRKRLEQLELETNC
AICMDLKIAVVFNCGHTACVDCADKLKKQCHICRKTIETMQPIYS                                   
>Ctel_213689                                                                    
MTESVNYHNQVNFNRICGTEDSQPDSNFDFFNNSCDQETKETAGWLRVGRLSAAFDLNCCNRDRGCERIRRPPEATRSCH
RSVMMLHWELIGAAVDAGIFLICYKLYKNASKEADLIKDMTIYEASPELRSKLEGTEGKSLPYACVQGVTQALNNVLRSR
FKDEEGVIRTHSFVEHKSKRTQGYWTDIERVIKDEVQSKPFTLQNLSSASRDRVTVEEALSANHLDDALSIVYDHYEPTK
DGALSRGVDRLFGEVVKGHRETEKMLGVGVHLLGLGKITLDGDKIVLSPPDTKDPYILTSLSKGELVKAYSSKARVYKVM
AWVFGVVGVGFVSYFVYRNVKRYYEDYQMQRLVEQMRINRAQQMASEGNNNGDENENRESCVVCLANPRELIVLECGHLC
LCGDCARELPQPRRCPICRGAVARLLPVFNS*                                                
>Ctel_120337                                                                    
MNIETFRIASFEQWPSDAGARPLALAAAGFYHSGGPNSCEVTCFSCDLSVSQWEPHQDPLAVHRQLAPHCPFLSGKTGAA
SQPSSPPLDAATGNNSLTNTRLSFGSFHSEWATNVSHNKRSVYMQDDGTGDIRTRPNIGFLDRMRSEEERTATYEDWTYG
QCQSANALAKAGFFFTGVQDRTQCAFCRGVLHRWESTDNPWEEHKKYFPSCPFVLGREVNNVSGGPPSNVRMGILTDEEE
RTATYEDWTYGHRQSANALAEAGFFFTGVQDRIQCAFCRGVLHSWESTDNPWEEHKKHFPSCPFVLGRQIDQKKKAPETI
MTAAIVEAHDLNSGELRVWYNMPLIYFKTDERRHVKRKRVNEHIFCEVCMHRDCNVVFLPCRHLVCCTLCTDGLKRCPIC
HTRIKRIVSVFVFDE*                                                                
>Ctel_126689                                                                    
MHCDGCSLEFSIFQRKRNCADCSLIHCSDCLVKEPFASGFRRRCRKCRLLASGNFTRKDLAEFKVKELRAFLDRRSVSTQ
NCMEKADFVEAVFKYSDNSHYRQEQVEKQRHLHELQERRRLNASRAMNRESPVPPDSPASSHSSRGPEEAPPRIPEPPSY
TEPVRASLDHLVAVGDIEELSVRQLKEILATNFVDYKGCVEKWELMERVKRLWHSDRANKEKNEEINDNLDNNDLCKICM
DAIIDCVLLECGHMVTCTKCGRRMAECPICRQYVVRVVHIFKA*                                    
>Ctel_184669                                                                    
MRSEEERKATYHDWTYGHCQSASVLAKAGFFFTGIQDRTQCAFCRGILRSWESTDDPREEHEKHFPSCPFVLGREVNNVS
LAPSDETTALTLSAESDTKLGILTGQAKHPKYAILATRELSYQHPGWKGTARQTPEELSAAGFFYTGHADNVKCFSCDGG
LRNWEPQDDPWKEHAKWFPRCSYVRLTKGDAFVQEVHNGHSMPSDNVSAQSLLSSAEFFLSSISEATEDMRRAIRARMDT
EMVKSVVQMGYPKEIVRKVIENRLLNIGDDFPNAMDLLEAIFSMEEKMNEEKQRARSAGAAVPEMSSSASYSPGRESPMT
SSVEEDPKSKKSGKSRKRNRKKKHLSEVPTVSTEPQDSKQENSIEEMQSLLQENEEMKEQKICKVCMDNDCNVVFLPCGH
LVCCTNCAPALRHCPICRTLIKGTVRVYLS*                                                 
>Ctel_59274                                                                     
CVICMQKPKEASIIHGKTGHQICCYVCAKRLRRRGKPCPVCRRPIQKVIKNFI                           
>Ctel_222534                                                                    
MVKVAVIGCGLMGVKIAGEMAYHGHRVRIFDSNLNALNSVYQRLEEDKQTLRNEGLLPHKNFIGQILCLSRLEETVRDAD
FIFESVVDDLQVKQDLFERISHLCSPTCIMASNSLRLDPSTIVDRAAYKERTVGLRFLYPVYYIPEVEISPNKYTSSPTI
ENVRTMLERMGKTLFFRSGDEPLILNEDQREARRLARIEQMRSSSGIGAYLEHSLPALSHKGNAPPPSEDDNLYSDGDRD
CAICMDRSRDCLLCPCHHMVTCNECAKSLLNRRDGCPICRKDITEIIRVYHS*                           



>Ctel_195039                                                                    
MQDVGKLLMGLGTPGADKKSSASIACFLAANGADLNIKNKKGQSPLDLCPDPNLCKTLAKCHKERHSNSAMLSSMSTLHD
QDSLEECMVCSDMKRDTLFGPCGHIATCSLCSPRVKKCLMCKDQVQSRTKIEECVVCSDRKASMLFKPCGHMCACDGCGA
LMKKCVQCLPRPIPDFLLIIPSPLAAPPQPSATPGIMNNGQPENGCLDIQKLQQQLQDIKDQTCCPVCMDRLKNMIFLCG
HGTCQMCGDRMKECPICRKGIEQRIILY*                                                   
>Ctel_30498                                                                     
LLQEKEEMKEQSICKVCMANDSNAIFLPCGHFVCCNICACALTHCPICRTPIKGTICVYRS                   
>Ctel_220752                                                                    
MASSAVFAHLPSGNYITSTSGNKTQHSNSNPNDFQDEKGRLKSFAQWPYWSPVKSEDFSNTGLYFTGRADIVKCSECSVE
IGGWGLGQTPSEVHRERNPSCPFVKKGKSKRRRGKRGKKKIPTEEKKLSAGDKSAAAVVNAIRMVGYPDDLIQRAIEMQG
QNTPTIESTFNAIHRLEDAHIEIKEIIPKSDKAEAIRRENRELRLSNTCRLCRAADVQVVTQPCNHFVMCSDCLKKVAKC
PKCKATIVNSIRVYRS*                                                               
>Ctel_114473                                                                    
MLCLVKQPNSLCTEIELDSKSAVGQDCLEKILSHLGIIESDYFGLQYSASKGEVLWLNLRNPICRQLGGTAPYRLQLRVK
FFVQPHFLLQDSTRHQFFLNVKHDLISGDLHCPDTSQLVELVSLIAQAEFGDFCPQRAHLQLVQYGSLLPESHKQMETLS
QVICQHEHQRGLSQKSAKYRAIQVASNFEDYGMELHHVVNLDSGAPSRMGVGPSGISIIADGSEVIEKIEFQGLQQATHD
GRQLTLCLTCEDGSALNLTFRLCTQRAAIALYRCVTEMHSFYRCDTVRNAVASQVCRDLKGTLAALFNDSSTLGQKFVFD
IQRTMREAHDHARRLLYSMQNDAEVHEEELTPDVTPEVEGASAEVMETDQGHSGCTSNQCQLRNAVSQLRDVFTCQICAD
GPLNTAFCPCGHVVCCNVCASRVDFCPMCRTPIERTQQIFLPSMQHCLLSDPVSPFSDTNVSRAIPGV*           
>Ctel_155141                                                                    
MGNFISRRNSGVEQVDFSNTNAYRYPPKSGTYFGTHYIMGGERFETTQPEAYLFGENQDLNFLGNKPVPFPYPAPQTNEP
TKTLKSLVNIRRDSVRFVKATEEGAKQNNSNNASTDATPTPPPTKYNIEFTFDSDVRCAITIYYFAREEIESKKLVYHPR
DPAMNSETFRYKQGANQTFNQSTHVVDPSQYPEEEWQFNPDKDIFPVAIHCVVEDEDHVGHSQVTMAIVEKTSEGGYTLK
PLKQKQMVDGLCYLLQEIYGIENKSSNRAKDEDVDDSGSECVICMSEMRDTIILSCRHLCLCNVCADSLRYQANNCPICR
APFRALLQIRAMKKKPTNIALPSSPSAQGDAGENPLSQDGIPPGYEAVALIEALNGSCAPPPSLAPLSMHPDGNSTLRSN
ASSLPTSPDESPIMKQRKIKRHPSQNSVRSHRSVGSQSESISAEAGAVGGDDLSNRAATPVVCMTGQAPDPTKSPSHPVK
VPQVRYLSPKKGSNTDSVEIIDELQANDEKYESSSLPPIEDSEETEDATCTSRQSSSPPSCADDDEEIPEEIEVEEDDE*
>Ctel_155520                                                                    
MMALHKIADQEPGWLQVMKSLINVIPMDDPLGPAVVTLLLEECPLPTKETCVRLCRDLGLGAEAVRRAKDRVCEHRNICV
LLGCLAEKMAGMSSVALLSESVLSYLMGNLTKDSRPPVILFSLVALEKFAQTSENKTLILKYLEAQQGKKKTRKIPLEIL
EGWRYNDDSVKRQVGFCSQWTLDNLFVLPNRQYSHEKVDMDGINVMLNSHDVSEYLKLSPNGLEARCDAASFESVRCTFQ
VSSGVWYYEVLIVTAGVMQIGWATKSSKFLNYEGYGIGDDEYSIAYDGCRKLIWCNAQSEPHSHDCWKPGDTLGLLLDLT
KCEVIFSLNGSCLPPCTKVFKNAKSGFFAASSFMSFQQCEFNFGAKPFKFPPRDRNFESFNQFGSLTQDEKVILPRHERL
QMLRQVQVQDDSCSLCFDSAAVATLQPCGHRGMCMDCAYQLEICPLCREAISGRISDIS*                    
>Ctel_47551                                                                     
SHSPLVGSTPNYGSLTSSINAPGGVETQRLREELNLNKSKLVQWEEGIAQARKACDAWKKEAEDSTRRAKIIAQERDEIS
LLKCEDNNFLRFVLLQMAFPQANSGQCRACQSKSNPLRSLPCGHFTVCEPCLSRGAHDCPLCHQQKI             
>Ctel_164528                                                                    
MRHTMPGVDLEKTPEIAKIMQELGGGLEPEQALATAVACYLIDCGAELRHRNNQGKTPLEHIADARIAQMMQKFAQRKMS
PPPPLVECMSCCEMSNCVTFEPCGHMIVCIHCSRRMKKCIKCQIVIEHKKMPEGLRVEVSDEDLSILRTRLQEMEDKQMC
SICMERPNNLVFDCGHLVCQECAKPLKACHMCRRPIKQRIAMYQ*                                   
>Ctel_169380                                                                    
MAKSCVITNPNSLSSILKRSALASVTHGSFPKPQLRGFKSAFEHSEVDLLREEIRLTTFVLWPEWSYARPEDLAKNGMYF
TGQNDTVKCVECSLEVTGWTAGQVPSQVHEEKSPYCPIITEIGSRNIPMDDHGSKKGKSKQRARGKAGRNEAEAVGKGKA
QKVLSGSDIHSNDLGVSISSRTRGGQHSSLEVLEPDMTIEANRLETFEVNWYDDFPVKASALAKAGFYFIGPHDRVICAF
CKGKVYNWIEGDNPVGEHTRLFPNCPFVQELHKKPLQKLQTEEAKVLKNMGYTEPLIQQAFNECQKEGVSMPNITQLMDV
IYDIEDRGDDDLAAKATSSSRLSSSLSRGGTYGSAEQSGVLEIQRENEALKASNTCKVCLSAEVHCVFLPCGHLVCCMKC
ADQVENCPLCRTKILGSVKAYRA*                                                        
>Ctel_203966                                                                    
MAGILSTATTAAQYVIQACHGAQRLTQAVITFNCQIVGGMLRMLVDGCRALGVLSSLLLEVTAGVLLNILELVALFGHFF
LLCVGLLANLSAWLLQNGGLLLSSLGVLLQWISLGLLHFLQYAYEQFLHACTASGLSSITPMTIKNFITGCLFSFYSYAW
HATVVIGLSSYEFLSYIHQFISLMFCAIIGVVGDCWQSLYFFLLACFNLCASAIPSATSVLSLELSGHLSYEFRLTFLVT
LVAVGLCMITARLLHKRGFTCPLFITSSNQTVHLEYNGDHEFLESDVDDAALDDEEEGEEEEEEEEEEEDSEISDADGDM
DEYSIASSESETEDDPNAIRIHLPANSACSSLRSRSTPARSVSDNLSSSDLEMHLESERDKRMCVVCVDQLKTVLILPCK
HMCLCIDCAREIAQSRFTERRVCPLCREPIETVMYIYV*                                         
>Ctel_117158                                                                    
TCKVCLNAEVECIFLPCRHLACCSTCADQLVKCPVCQSEIERSVKPYRA*                              
>Ctel_64177                                                                     
MNIETLRIASFEHWPSDAGARPIPLAAAGFYHSGGPNSLEVTCFSCGLSVSRWEPHQDPRVVHRQMAPHCPFLQGNIALP
ENISAQDDNYSLEECSRLLQSLGSKSSSPPNPDRNAVTNKRKATYYDWSYGHCQSASALAAAGFFFTGVEDKTQCAFCRG
VLRSWESTDNPLEEHKRHFPSCQFCKWTSAPVPSILSFQSSTFAKDGADSSSLSDKAQGATSAFDIRRATRARMDTEMVK
SVVQMGYPTEIVRKVIENRLLNVGHAASNGAAAQEESYSPSMEEDPKSTNSRKSREDLQSLLQENEEMKEQSLCKVCMAN



DSDVIFLPCGHFVCCSICASALTYCPICRTPIKGTVRVYRS                                       
>Ctel_206592                                                                    
MSNSESAGVMSVLHCHLWDITCHRIPDKCDVINSCAFCVINICVVKDRLLSRIEEGEGEVTLTQDEECVVCLASKATMQT
FPCGHKVVCRKCFIKTIQVAVTTRSLPLTCVVCRTKILKLKQTGEESSSSSSTSSKKHSGQGSTARKLAGPAQLARQLLS
GGSGAASARQQSSSSQASSKHHHDGHPATKIMKPLLICPSQSSSPRHQQSIGASEPTPLAKNTAIRPSHKIYSPKRAVPR
RPQVASTDSPLMSGKAWGDRPCQHIHKLDTKYTHLLSPRVTSRCSHCSPVDNASMQIVQQGV*                 
>Ctel_125132                                                                    
MLRNENAELKCVFTCKVCWNREVNIILVKCGHLLCEDCAPQVEDCPLCKKRIEDRIQVWFSS*                 
>Ctel_30490                                                                     
IDIKRENEAMKESNTCKVCFDAEVNCVFLPCGHLVCCMSCAEQVSNCPLCRTSI                          
>Ctel_30520                                                                     
ITTEEGYLKIKRENELLKSALICNICMIEKVMYTFLPCGHLCTCLSCGEQVSHCPLCRTKILGRVKTFSS          
>Ctel_219208                                                                    
MDIMSTPELVVSDSIIALLLCLIFTVIFFVIKSHMNLDDVIDDDVRITTGIPQQVMGHVFNPLSLKILDPATASITDGIK
LELTSKCASWVRVFWGVSIREVYPIIYAEWAEFCSSFSGDNFLEGISLKRDEFIFPEPVTGKILELQVDSEELDLGAPPR
ARYPLVVMVIDMDVLERPLEDVLTLQQIACVVHLFHVRDSHCSAESHAFAQYVRTPAGHPFNLKPLYVTQGDGDLSPQTQ
CVVCISTAVQRVIMPCRHACVCSECFGRLPRCPMCQGHITSFFPLNSS*                               
>Ctel_219187                                                                    
MAETRSLKSSDNKMASGVSSRIRKTADGKTLASDEAPTIIVKSKESSDLSHFLNAIFWNSCGDVPSVEPNLSLANLPEYI
DNELAKASSNAQEEAPSGSGIINHSDTVQFSRSGNSGTIVTDSDRVGVASQSNFSTIRATSCLYSGRWMYEVVLGSKGIM
QIGWCTRSCRFSQEEGVGDTRDSYAFDGNRVRKWNNRTPLRYGTPWLTGDVVGCTIDCDRGVIGFYLNGDYMGDAFINVR
LGPGLAYFPAVSLSFSESVRANFGAVPFRYPIEGYNPLQPKPETACQHSSILMSYMSRIVPLFDHASNCYHMREKQVEEE
KFVGVDLPFSILKQSDKASFMLIASCVMDILAPLLRVAYHVDSDLLPFLLKCLSDDEASIQNVLQLFWALMTSISQRPSS
ADIPLSLDCCLLTLDKTKLASFMYVKPPGENGLKHMIPDVWLGVANPTSNENDEEEEEIHDASLLCNEDDQEARSKYLQS
CAELRERVEELERVQEAILQLCLTNDDGDAQDPRTTRYFFLIKLRTYLRENTQTSTRNFLCYEAPLPVSLCFFHRLIAVL
RFSWDRHHANFPDYSVSATDAFVPCLKFHDASIYYFDIMRLGGLLSHLRKKFRGDALVQREISESSDTLLLTEEDRVEHN
RKPYSDDPTTSAAMASCEEASSAHSLVEILDGVILLFNTAAYKQLSKMSALRHQAEEFATALMETQKKLNDCPPDLPEVK
AELEQAKQVFKAKATEQARHMAWLVAVTYSEKKQRDVLWMLNAVLRTLFKASGSNYNNKYFEFVPDFYVEACINAYNSLR
GYFHPTCPCSKMQGFSATREQCAKFLCLHFSDERIINAESKDSLIQSMACFVCYKMSMKALENIDLTYQNRFIRSLLVPY
ENRSWAQTNWILVRIWKLRIKDILNEDPVLTAKLMDTLLSQCNWAFSEFIGMVQELQSIAQRLADTFIDSRELKLCATCF
DITVGLLRVIEMIVCLIPDIFVDWRRPDAELLLSRLYQSLAQILNRATSRTSTFEMAVYAAMPVVGILVQLLVKMKGKSL
ECATSALLVESGFQLTSLEFLLGQQQPGMAVAADDSSSAVKARKGPFSLMNYKEINPEELQQIHDLIEYIRSQQRNQCHA
SVIDDDDLCEICYAKQRDVSFQPCGHQSCRGCIQHYLMNKNECFFCKAQVESVKDL*                       
>Ctel_40951                                                                     
LKIKRENETLKAALTCKICMIEKVMCTFLLCGHFCTCLSYGEQVSHCPLCRMIKTGF                       
>Ctel_93492                                                                     
MVFPRIYTPGRGSGATANSSIQELNFKSAFDFTDVDLLYEDNRLKTFFLWPQWSNAQPADLAKNGLYFIGKEDTVCCVEC
ASTFTNWKAGETPSERHTRTSPYCPMVTEIGNRNLVETPGPTTTTTITRTRTNMKREADRLESYNGVWCKDFPVDPAALA
KVGFYFMGPNDRVQCAFCHDVIEGWQRGDCPLVRHKRLNAECSMVLTQTLRQRLAALEDDSLESNANPEVSLLERLFRTL
HDLTSRENQETQVPDMTKEADRLVTYEINWYDDLPVTAAALAKAGFYYIGPHDRVQCAFCKEKMYNWVQDDIPIDEHRLH
FPDCPFVQLMENEKPPPVNNDDKKARLEKSGVDCSGKNTQGVVAAAECSATTISSSSTTTLPKSVKLENNDEITTEEGYL
KIKRENELLKSALICNICMIEKVMYTFLPCGHLCTCLSCSEKVSHCPLCRTKILGGIKTFSS*                 
>Ctel_93478                                                                     
MTEVHAIKPIELAKAGFFYLGWKAGYQCAFCDGHVLNWLPYEDPDTRHAILFPACAFVKKKNHARKREYRHKKNKEITQA
ACTESPFYSKMRQQNSDFKTADTCTVCFLGQREVVFQPCAHLVCCKDCAQCVKNCPVCRGMIKDVIKIFR*         
>Ctel_97699                                                                     
MNIETLRLASFDQWPSDAGARPIALAAAGFYHSGGPNSCEVTCFSCDLSVSQWEPHQDPLAVHRQLAPHCPFLNGKTGAA
SRAVPENISLEVYDENLSLEDYIRTRPNLGFLNRMRSMKKRTATYEDWTYGHRQSANALAEAGFFFTGVQDHTQCAFCRG
VLHSWESTDNPWEEHKKHFPSCPFVLGRQIDQKKKAPETIMTAATVEAHDLNSGELRVWYNMPLIYFKTDERRHVKRKRV
NEHIFCEVCMHRDCNVVFLPCRHLVCCTLCTDGLKRCPICHTRIKRIVSVFVFDE*                        
>Ctel_135320                                                                    
MRSEEERRETYEDWTHGQSPQCQSANALAKAGFFFTGIQDRTQCAFCCGVLRSWESTDNPLEEHKKHFPSCPFVLGREVN
NVSLGPSTNVRMGNLLIGNTGAASRPVPENSSAQVSDENFEEERRETYEDWTYGQCQSANALAKAGFFFTGIQDRTQCAF
CRGVFRSWESTDNPWEEHKKRFPSCPFVMGRQIDQKKKASETIMTAATVEADDLNSGELRVWYNMPLIYFKTGERRHGKR
KRVNEHIFCKVCMHRDCNVVFIPCRHLVCCTLCTDGLKRCPICHTRIKRMVSVFVFDE*                     
>Lgig_71142                                                                     
LECSVCFENFISPKILPCGHTFCLNCVKRLIGDKTETFPCPTCQQKVQIPKRG                           
>Lgig_93698                                                                     
GALTSRRNTGVESVDLSSNNAYRYPPKSGNYFGNHFVMGGERFDSPQPGEYLFGECDDLNFLGNKPIPFPYPVPAGNEPI
KTLKSLVNIRKDSLRLVKYDPAENLLHDKEDTTQLYNLEFTYDADARCSIRILYFATEEIVNGQVVYHPKDPNMTSDVFH
CKRGTGLVFSQPTHFIRPNRFTLDEWMYNPDKEIIPVVIQCIVEEEEHAGHAHMTFAVIDQNSEGGYTIKPLKQKQFVDG
LCYLLQEIYGIENKNVERSKVDPDDELEDSGAECVICMSDMRDTLILPCRHLCLCSGCAESLRYQASMCPICRVKFRALL



QIRAMRKKGTGMVRTCFGLSLGDCENTYQVSLKSVKNCVPPGYEAVSLIEALNGQI                        
>Lgig_94905                                                                     
RLSTFSNWPSNRVHPVSLAEAGFIYLGTGDTVQCVYCQGKLSQWENGDDPIREHFRHFSTCFYILEMKMNNSALLTGTSN
AVEVTDSCTDRPHVNTNSSSDAHASNNPTTNNKYITMSSRFETLKNWAHLTLTANQLSLAGFYWDEEKKSCKCFRCNVII
TNWQVDDDPFKVHALKSPECSYISQVKGKQFVADTVKTFVNALKDENEKLRDEKMCIICTIEPKTILILPCAHLVCCSKC
ASSLQSCPVCRTKIMGTVKTFL                                                          
>Lgig_115434                                                                    
LGSFKYWPKQYRPTKTQLAEAGFFHTVVANKVICFCCGVAILDWEPTADSWQQHALVSSQCHFILHEKGPEFIREMAAIK
HRELQTGAQQQQEMEVTLIGERNEYLNRIEQLKREVEEEIKKYEKDNVCVFCVSKDRNIMFKPCRHICCCEQCLPNFKGK
PCPYCKTIIQGWQVVFLP*                                                             
>Lgig_117454                                                                    
PLCFHDIHGENIRLNADKTRATRYESFCKGICFSNRPIAVNEKVYINFAEVSTSWSGVLRFGFTGTDPMTYNPVELPRYA
CPDLTNKPGTFAKALSERFAKTNTVMCFYVTRGGDVFFSVNGEDKGLFFNGVNTNGPLWALLDIYGNTISVEFLHRPGKY
QNKFIVFESELFSFQTLSLNDSTSLPVRYHANVELTPMTFHAMCGRNVRLNPDMTIASRTMDEYCNAYAFTSRPLHCGEK
IVIQILNIEQLYVGGIAFGLTVCDPASLIMDDLPDDSDYLLDRKEYWVVNKDICRKPDVGDELSFYLTSEGEVRYSRNNH
KVATLMHVDRNLPLWAFFDVYGNVQKIKILELFLSKGMPNEHTQIHWPSRKLYHYDARQITMLLKSCRARLHVCLQFRFS
CTHIIVIKCIIGTTIPGAQSRMPRSRSASSYSSLTVALPPRQPTSTTATQSLPPPLQPQVLRSISVPATQSSDCQPASPA
VPSILAPLHPSLPTSLPSSSTSTPTSVDTSFTDNTDDNQECSVCCERSVNSVLYTCGHMCMCFDCALIVKREKGGLCPIC
RQPIKDVIKTYRS*                                                                  
>Lgig_119885                                                                    
MAEERFVSSFDSKLSLNSEAYVPCKICMDNEVQVTFIPCRHLVTCEECSNLVTECPICRKHIRERMKIYLS*        
>Lgig_121225                                                                    
MSNIPACIICFSSFTTPKVLPCGHTSCLRCIERYISDKIEKFPCPYCKQNVEIPEGG                       
>Lgig_123750                                                                    
EKLNVYSIYDIIYYISAIVPTEVDHDCAICMDRSRDCVLRPCNHMVTCNQCAKMLFNRRDGCPICRKDISDTIVVYHS* 
>Lgig_130366                                                                    
MYCGEVSDTVVLTTRVNRIDAINNVNHDATKPTQPSVNRADSTPNYSQSHYKSQLTDSREAKLRSEDERLRTFNDGWPHS
SPTPADLAKEGFFFTQSADRVQCIFCNGILKNWEVTDIPAVEHRKHFPGCGLIRNRDVGNIPRMVDVQSDLGITLPVLND
SRIEVLWLDERLPSTGIFTEPPRHPQYVTEASRIASFANWPKGVSQTPQMLAKAGFFYAGFDDSVKCFHCDGGLRTWEAN
DDPWKEHARWFSRCPYVLQVKGEAFVRRFKNGIFYFLLLFKTQKGIFMYKLNLKKGQKKTVFHRVASFAKVVTQCNLNLD
IHLDILQPSFLYIHLIYLGDDFDSVEDLLNAIYHLGDNQVMPPTNTHPPAMPTLTDKNQRLKDQRTCKICMDEEANIVLL
PCGHLVSCATCAPALRKCPICRAGIKGTVRTYIS*                                             
>Lgig_130506                                                                    
MGCCLTTCNKKEDDHYQPNTESSPLSSRDGRRRSSYGHQSPQRSTNGYSQRRRLGSSHSRDNPQRSIDSLVLETLSLIRT
LVDNDQEPPQAMLALHKIAEKDSGWLEVVKSLIRGIPLTDPLGPAVITLLLDEFPLPTKEALMELRSNLHLSQEGISNMY
KQPCQQRNIGVILGCLAEKLAGPNSVSLLSSDVLQYLISNLSVNNHPVVILHSMVALEKFAQTSENKVTINQSLGEMKTN
PLVSLEAWSSSDEYAKREVAFCARWCLDNLFMIQGRPFTYEQLVHDNINVMLNSNDVSEYLKISANGLEARCDASSFESV
RCTFQVDSGIWYYEVTIITAGVMQIGWATKNSKFLNHEGFGIGDDEFSMAYDGCRQLIWYNAHSEPHTHRCWQPGDTLGL
LLDLENHQLVFYLNGDPLPPYCQVFSCTRTGFFAAASFMSFQQCEFNFGAKPFKYPPKFKFEKFNDKGTLTEEEKVILPR
HKKLDLLKQVLVKEDSCTLCFDKQANMELHPCGHNGFCDVCSLQLETCPICRKPIIERRELSIRSTNSSTSSPSPEPHTF
DRPS*                                                                           
>Lgig_145824                                                                    
MATASASNASECSICFENFKTPKILPCGHTFCIGCIQRLICDKTETFPCPICQQDVKIPEGG                  
>Lgig_146942                                                                    
MLLYISGEGERRSDSNKICLFCLEEDRAVVFKPCRHLCCCHNCLPNFKNKPCPICRTPIQGSQVVFLS*           
>Lgig_156768                                                                    
MADDLSVLLSWFANISNYYSIIIVLLCFCGMVIFIFRLNAEHIFSSRIIAFNSPPIKNEMMYIKNPFYCELGKKNTSVKD
GIYLKVSYTQPVVMYFIWGAPIDDVFKAFLRSTAIVKEELEDSMYLNNHSLHVKKIDGFANCSEEIYLNCPSSLETCDFG
HPSRKLYPLVLLMYNKEYIEEKEHENKVKILMTIFHVEDENAVYKSYIIGQYIKLNQGQVFNLQSIFVSTSTDNDNNSNN
ADEDMCVVCQVFVISHVILPCRHACVCYQCFNKLTTCPMCRTDIDSYFTLNGFHITPEVVENIPDSHPVNSLTRWEMWNN
RLNEFLGYR*                                                                      
>Lgig_162849                                                                    
MATSLVSIIPECSICLKTPKILPCGHTFCLGCLEILISDKTNTFPCPICQQDVKIPEGGAKMFTTNFILQTSKHTTQVKK
QPPSTTQPRCPNHNQREVDYYCNDCNIGLCSKCIFKQHKYHETLDSKCDETRSKAIENLERSQNIIQNRIKNLEKTRCTL
LESFEQLKTLCENSCTRVTAKTEQIVSDVRQRCEQIIKDIGKNLKENKSKVEDREMEIVCEINRLERNSELNISPSSKST
LNILQTLPRLVEIEKQSRKENNMCLQYLQWGDDDDDEEADYSDEDDDDEDDDEEDEKSEFILKQLGSVISKPFYIPGSYQ
FLYDLTDVENSGGIYYHTDKFRNNKVVWSCGARRHSDGLFIYIKLLPDDSHKVDYCIIDYQISVLNFDDDSKTKTKTIMY
KRLKRGSGWSWFWRVLPWSKFDDKNNGYINSNGQFLVRFYITQISEISWK*                             
>Lgig_169964                                                                    
MPRAHGNAYMGKLLAKLDEKDKRDDPNGNDEECVICMGAKATMQTFPCSHKVVCRKCFIKTIQVAVSQRSLPLRCVICRA
RILKLRQAALPKVAVTTPTNAVARTMPKSPSLFQCVK*                                          
>Lgig_173412                                                                    



MALAFVLYAWEFLVELYGCVCAFFVLLWRILVLLYKVICLIFTGLETLAVVLWTGSYVTVKTLKQSVVDIYDYCDMTWNH
AVQMIEDFTNSIFAFFFSIGSTFIVSLQDGVSFGIQGVSLTYNSVINCAVGVQNFILNFLNNIIYFYTSYLPSLGKETYL
GILICGLLYLGVFKLICYLNHRGMILFTRQRNHVNSLMTTPLDSDDDILINDQYDSEGTDSSQFQDGTDISDNDSDAMTE
HTIDDNDDEDSEVSLNSQTFSSSEDEEDIEVELPAPHYGLRNRSMTPKRSKRLSPDDYEREIEKEKDKRKCVVCQDKSKC
VLILPCRHMCLCVDCANQIVRSRYVERRVCPLCRQKIQKVMNVYT*                                  
>Lgig_176240                                                                    
FAAMMGLSVGSDIEKKIKVAKCLIENGSKTDLKNVNDKTPLECCTDENMKRSLSEFIKQRHGGKSTGSSDSGTTRTVPNF
AELPCRRCLGNPACITLVPCGHKCLCRDCALKANRCPVCEQFIFRRVATGVYTVFPQFTLSTSIYMYVSRV*        
>Lgig_181248                                                                    
MRILLNKLPRPWIVDEKKDDGYTALHLAALNNHVEVAELLVQQGKANMDIQNVNLQTPLHLAVERQHTQIVRLLVRESCN
LNIPDKDGDTPLHEALRHHTLSQLRQLQDMQDVGKVRSLDGDILFLARFLLMGLGTPGADKKSSASIACFLAANSADLNI
KNKKGQTPLDLCPDPNLCKALAKCHKERNSPSIPTSNTVVIRNDQESLEECMVCSDMKRDTLFGPCGHIATCSLCSPRVK
KCLMCKEQVQSRTKIEECVVCSDKKATILFKPCGHMCACDGCAALMKKCVQCRSNIEKTVPFIVCCGGTPPPAPLPPNVM
NNGSRDNNRDVQKLSQQLQDIKDQTSCPVCMDRLKNMIFLCGHGACQLCGDRLNECPICRKAVEKRILLY*         
>Lgig_193800                                                                    
MPASVYSEMTTTSSALEDQRALQLAFELSMLALNGEDDTSSSPPLPNSTFDEAHMRARSANTTECVPVPSSEHVAEIVGR
QGCKIKALRAKTNTYIKTPVRGEEPVFVVTGRKEDVGLAKREIVSAAEHFSQIRASRRNSSVSSVSSNGSNLTPGPPSPN
APGQITIQVRVPYRVVGLVVGPKGATIKRIQQQTHTYIVTPSRDKEPVFEVTGLPENVEKARHEIESHIALRTGDLVNGI
NGFSSYDNDEGISSPSYDPFVPPTTSPSLPESGTQSQGSGSPSNISPVPGDHPTVRRIRSDPLSNGLTNGTCITNGSCMN
GLPTTFGSTSNLDRPSSTSPILDANGVVRPRRHCLICSENEVVAALVPCGHNLFCMDCASSIVGKPMAERSCPVCQQPPS
QAIRILS                                                                         
>Lgig_196428                                                                    
MPSEAPLLQTEVEKPQHFTYLKEFRTQQCPLFLQHKCTLHRPFTCFHWHFLNQRRRRPVRRRDGTFNYSPDIYCTKYDET
TGICPNGNDCPYLHRTAGDTERRYHLRYYKTGTCVYETDPRGHCAKNGPHCAFAHGAGDLRPPVYDIHELKTVDQIDLET
ISTSPSSLEKEQILSEDPKWNDTNYVLHYYKTEPCKRPPRLCRQGYACPQYHNSKDRRRSPKNNKYRSTPCPNVKHSDEW
GDPTLCESGDSCPYCHTRTEQQFHTEIYKSTKCNDMVQSGYCPRGPFCAFAHVEQFDNDNNSVSSSISCGLSASGCLGSI
SGPIGIPPNKIHQRGSVGSLSQSPPSPFGSYVHSMLPLHQLSSPFLGHPSSSKYPNSFTEINSMSPRSAGPQSPHSLYNN
NNHHNNNNHSGDRIKDSKTKITDIETVFRTACDNWKKAADDSLLKAKKADEEKLHAVKQRDEAVSQTQRLRQEIDRLKGG
PYLRCLVKANEVESIPITQLRHIRQQLQSDLERIDKVISESSVKCVACQDKTKTVTTLPCNHRVLCDSCTARSRECPLCQ
VKINISHVKP*                                                                     
>Lgig_203896                                                                    
MDIDPDEDKSQHNLQEERLSLQSQRECDEISNNVFPPVGGRHVISVIGESQPVYVSHIGPHYEPMDESSDNDTPRVPRYS
LTTTRNQTFNIEQNRYESFRGNWPSYSTVSADSLAKAGFCYLGPNDRVECVFCNGILANWEQGDNPQTEHSKHFPNCPFV
KGHHVNNVPYQRHIASIQRNIPAQIRTTLLSHHPSKQEIKHPQYRIKAERLVTFNDWPSQMRQKPEDLAEAGLFYLGHGD
KVKCFVCDGMLHSWEYNDEPWIEHAKWFPYCDYVKMVKGEDFIKGVENGEIQTLHQKEAVDSSSSLKKSDICTQRVEKRV
QMGGTKSILERKESMTMEPKNEEYTSLIEENRNLKDQRLCKICLENEISIIFLPCGHVCCCGECSMSVKACPICRNDIER
RTKAFLP*                                                                        
>Lgig_206409                                                                    
MLFHVSLPNSLILGVEVDPKANGQECLDKICEQLDIIEVDYFGLMYKGSKSENLWLNLRNRIDDQLSGPPPHQLQIKVKF
FVKPHYILQESTRHLFYLQVKQELHNHVLTVEDENKALNMIALIAQAEFGDQNHNFYQLNKYKDVFKGLCEFTADNVHKV
FECHTGLCGTTAANAEYKLLQEASELDNYGMETHIARNGNYEEIEIGVGPTGFFVHNLAHHTTQMVAYPLIQMATYMDKS
VVLKIYDTDGEPKNTMGFRLVSKKAANALYRSVTEMHSFFRCDTVRNDVSTQFSRDLKGTLASLFNENTDLGKKYVFDIR
RTCREAYDHARRKLHTNSQMASTNNTVEERSPLQVHTVNNELQLNTHTKLEEIEMLKSKLQCIEEGFTCLVCRDNSIQTA
LCPCGHVICCQSCAEQLTECPMCRSQIDKIQRVFIPGIQGTDSQRIDIACAVTSSET*                      
>Lgig_208864                                                                    
MLSFDTADKLATVGLSVSSILFYIFYNRYKHHQLSADQVKAAVDVELGSDLKRRLQGCEDHKIAYAKIEGVVTSLGRTLF
SQYDSTKEGVLVNATLEELKSRRVNGFWSDVRKVLRSIYECVPFALTTDYEVGSEIYITDVADADFLMDDLSVTYDRYQP
NNASLLQVGLDRVLGDISKGLHEKERMLLVGTHLVGFGEVFMENGKVKFGPGQGTKYILTKLSKNEVIKSLKSQSTIFKV
LMVIWGCFSSGFLIYLIWKHTKKYTEERRNRQIFEEARLGLTNAERSGENSECVICLENPRDIVILNCGHVAICSSCAQM
LPTQLCPVCRNHIEKFVPLYQS*                                                         
>Lgig_231463                                                                    
MEIMEESQQQCEQIVQHRDQQLHQQEQQFHQQRLNTRQQFSDELEDNDSPIDQQYGQLVDLNLGLQTVVSRHEEREVTPV
QETSQYQQEFERCKTEIEWQKQKIEAEIQNYEKEISVLCKEYTRLKQQGGGEKPRDSNRICLFCVDEDRSVLFEPCRHVC
CCASCVSNFKNKPCPVCRVPVQSWQVVFLN*                                                 
>Lgig_231775                                                                    
MAEANIPETNPDTNSENTMEEEDNAMQKFLEKSRSELMYELRRIQHGDRPVTGQGRKEQVDQFFAKRIQASASAENVPSN
VDNVEEHRPEAVVVEVQGLYEQHRVSQMLQSQQFRRQLENIIRGNITTAPRQQPVPQPRRRAQPRDSAPPISEREDNSDD
DSDAEYLSADEESPSASPRTEARPQPPTTAVQQSTNRDNTSPRSSSPAVARASATRADVQSAMNSPIYDIRSISQTHQND
LIDDIRELVHQGIVSSTLEGAFRTTLEVTMQNRVPENGAEVAEIIRSLEPTGIRRNDFRILGIGNPADDVSDDISVTSFT
AQAVPYDHSNLKLSRELSKLRSEMEEMKNMLKLSFELQTDIQRAIRQEVAAAINNAQGASAIPVSTPSRPVMDDKCVICV
DNFSDVVLYQCGHICLCFKCGKDLQRRGLNCPVCRAPIKDLIKAYRCNKVS*                            
>Lgig_231807                                                                    



MAPSVINDDPNGDTALHYAIATGSKDAIAVLCKETNPEIVNIKAFNALHFASLRGQAIAVDKILDGHKSLVNAKMPQGFT
ALHIAAVNNHTDCAKLLIEKGNADVNSKDLDCITPLMLAAREGCLECVQLFIEKKADINAVDRKRNSPLHTCCNEASPHS
GSQQQQFAAMMGLSVGSDIEKKIKVAKCLIENGSKTDLKNVNDKKPLECCADENMKRSLAEFIKQRQGGKSTGSSDSGTT
RTVPNFAGLPCRRCLGNPACITLVPCGHKCLCRDCALKANRCPVCEQLIFRKLATGGNPGENAECCVQ*           
>Lgig_232765                                                                    
MLIGKDFFSMSDENEKNGKEIRKDMHILMPSTNPIMSNINPPPPRVEKYIVEEEITVGIPLVRPKEAFLNVLRLAGAKVE
VFTRQEIGQYLKDYIGGRKLYDPTDPRIVYCDNDPLEKAFNVTKFTLDNVMDLINKNVSLVPDTCIKRMRQMVYRTMTVT
SPTTKSNTDSTRSTQVNENLACNTTHSIKPSPITSTTTSQEDKINTTTSNINVSDAEHKRNIPADTKQTDTKENDSKSTE
SKNSSSDRKRKSDSSSGYADGPPLRKRRTSLNVTFSDNESASYPWYFQVQVEDETDSEKEEREKKEDNINDMWLVEEDTI
SVQYDSDAFTIEYDVDSISSTKSDSDSISIHSGKDIFVICNDSDVEFWADSSGSDDDSDPEIPDSDKWSCEECLERNTPK
QAYCDKCWKMRPGWFSGKEKRKPTFKSSSRSLSAHVSISSSESSDGCLNVNNPSSHTPSLSSSDNTSPLHPHILPLYKDD
SGISLNSTQPCSQELLSQDKCSSLETLSSVSSSSIVLNTLSNFQVVNKPQSVFKDKQINRKQVTESDKFSSTPILSSYCS
PKKISSKGATNKGDKEKTADTDLCVVCLSRPKTGSIIHGSSGHQVCCFKCAKQLKRKKKACPVCRRPIQKVIRNYLL*  
>Lgig_232889                                                                    
MVHPAYFALPILSLGIAAIYYAYRSFRSQEHSAGGGPDVSHTAIVLSRNNAVRRRKTKKEYNEENECQICQDAEYNVEIY
PCRHREICEKCIDVIITKLDRNCPFCRQYIQGYTNISVTDNTK*                                    
>Lgig_234381                                                                    
MAEGRRSKESSASVSHSRDRDGERSNCTIGRSEDAHTYSLLNHVFNKTSQLSSEAGASSLQKPPTLQNLETFIEKSLEDS
IEGTADCEEPMSESCHYGKIGGLEVMFDILSNVGTLIVEPDRLGLSSLSNFSTMRANCCVFKGKWIYELWLGSKGVMQLG
WCTLNCKFSQEEGVGDTADSYAYDGSRLRKWNVKTQRYGEQWLTGDVISCAMDCDNGTVTFYSCTYPIEGYKPLQDPCVN
ELAKAKVLFSYLEKLLPVLIEDEKVISLNVIGGKPEEILPPLTENRGHRCTGLLLASHIYEHLGPLLKSAYVIEACLLKY
ISEIVDYNNLHSDQPYVCQLLDLSWTLLQDFEIKSFMENLVICLLSAYRFSPVTSDFTHADEEIPPEEKNSPEELEKKKK
YFASCEKLRTKIEEIEEIQVEILKILLIHNDLNEKNETTRVIFLEKFRSFLRENSGVSRVQQVHSCPLAVNLCFYHRLVQ
AVRYYWDKFRQEDPNRFVHSKDAFMPVQEFWSDSREYFDFQRCGGLMSHLNRILGGEVNKAQGLVVYDDGKDIKVKSVEP
SQEYPDTELPSGNSLIDLLDGLVILYHSAAHKQLGKMVALRDNMRDFILALQDTQEKYDKCPEEMCEVKEDLLKAKEVFL
EKITEQARHMGWVISVIYSRVQTFIFDLDYRLTLFVVFNVFDAIIQSKQEDVCWILNVVLKTVEKASRYRRLLQFMPEFY
IETCVNAYNALKNFIHPTTPFESLDGHEDLLRRYATFLTNHFADSKIVSNDLRDSLVQALACFTCYPNTLHILETLPMQN
RETMIRALIAPYENRSWAHTNWILVRLWKGCGFGFRYRYLPNLVPSKVQPTEFSFVSLQKPCPSQILQSLLAKILLDDEP
TATRFLDTLMNQLNWSFSEFVGIMQEIQILVSRTEHLYIESRQLKICAACFEISVCLLRVLEMVVTIAPDLFTDYCRSSA
ELFLKRIMQLLSQVLSRITTKNGAFENLSPLPIPGLDSVTYYPILTVAVGILVQLIGRSGGTSQERATRALLTDAGFMIK
SLEFVFDEERSSKFSKPFSFKRFEEISSEEIQDVESLIVYLKKHENIMSKQAQEIKEEDLCTICYANIRTAIFVPCNHQS
CRTCITQQLMNKKECFFCKSIITSVTDTKNRPILREHFMTSKKSS*                                  
>Lgig_234797                                                                    
MTEKKIPLTITSSYARHWGEWEGVRELVQNWHDGVHSTLASLESIPIGKNIVQFKGHVSGYSAEFDAFIEDEKKGNQILL
GNLNYDGLTSKLKLTNYKTCLQKKILLLGYSAKAEKKEIIGQFGEGLKIGTLALVRKGYMVTMETARDQWSFRLLENEEF
GEKVLTVIISERDVDVENDDIEKLQQIEDEITTAVVSGLDSELWKKFLPRFLFLKPPTDVVKTDLGRLLLDENLSGQLYN
KGIWVSDLSHESLAAGVDFTNLQIDRDRNAVPKPSEIDHQVSCMWIKAIQKDSRLIPRYFHLLQDDKYRDVRHAEDYSDK
DTAMLLANHFLKNFGESATPVLNNTEAETIRAAVNDLQKDVVLCNKTMINILMKSGLFSELLGTTHTEEKQIIPFTSLDT
KTKDVLRKAFKLISIADKSITLLDVDVVGTTQDKTRLCSYQDGRVELPSWFLDESQIHDYIDYCSSSDSHNCLCREMVVC
YGILSVIPSYLTTPPSILYLILCLCREMVVCYGILLNQEKEIIKNDNIESFMTRSDFIEREASLVQRIEVLEKELKKEQT
STSKMVLDMKNRLKKTENELLQREISLVNDEMKIKDGYEQQLKNISKQAEESIKQLQRNLKAIEDEKLDLERKLHHKTSQ
IRRLQDEANKFYELITKSILRLSEEGRRTGDVINQEKWKVIGDLCDMLIEDLQTEKILCCMCKIERKTYLLQPCGHYNYC
KTCAITLIEKRNNCPVCNSNIEDIKQVFE*                                                  
>Lgig_239643                                                                    
MESVEQYQSQMAKKNKEKVLLEKQLLEEQTALTNLAAKVYSHKKHLIDSLAQDQEKFDRDLSTISSQRDSERKKLLTEIV
QVETTTDNLISKLIDINARAKKTEALLEAVEKERRENDDWFVVRWEEIQNLRKREVINAMESMIRYSGQVEISRQAFTSD
REHTARKILHADKYLSERQVDDILDNKEHGQKILRDTLAQQXXXXXXXXXXXXXXXXXXLRAETEMNILCEKRLALCSML
SQLMEERERRQKELHMRLVEMEEQRQDGQVDYWMVQYQRLMDSKPDRLIDQERNLEISVLKILQQSGAEDYVPLFARNRI
TIETMLQLSEEDMIQMGIHELGLRRSIMNHIDEYRASNKTKQLDEGASSSKMVDHPEPTAPSESEIIPHSPTEDLNKIHR
QESITAHGLHSECSICLDRKSQILFLRCGHVCCCAECSKPLKECPLCRGVIVQRIRLDLAVG*                 
>Nvec_XP_001640088                                                              
TQPEKPFHYTYLKEFRVEQCPLFLQHKCTAHRPFTCFHWHFMNQRRRRPKKKRDGTFNYSPDVYCTQYDETTGICPSGDD
CPYLHRVAGDVERRYHLRYYKTATCVYETDSRGYCVKNGPHCAFAHGPHDLRQPVYDVRELQAMEKEEVDGQQGVENKAV
IEDPRWQDTNFVLSNYKTEPCKKPPRLCRQGYACPYYHNTRDRRRSPRKVRYRSTPCPHVKHSDEWGEPSNCESGDNCPY
CHTRTEQQFHPEIYKSTKCNDMQQTGYCPRGPFCAFAHVDPFNFKHISKAKPYNYVKNVNYPFTSLLQPICKPVRSMSTS
SAGSGVFMENTQTTGSYAKAPGSERSERTSGSSSSTSSAPLTPSSISASAAPFYPAADTVESVVETTMCSAPVSIPGTGS
PHSYTPQSPTSPLGQYTSGLNLKYTAPDSLYVASYILPLHHPTTVIKQANPYRASSLVRSSLHGSIFDPLTTQLQSPKSL
NSPQLHSPLDLTTAGEVHRMGEELMAARSKLASWEDSWVQAKQACDAWKKEAEESIEKAKSSQADTLEAVMKKEAAENQV
LALKQEIECLQSDSHIQSLNKKSELKDLPLERLKQLHHRLSTDLEEINKVIYYKQAYSCSKCQEKPRSVVTLPCTHLLLC
EECAAAETECPHCHIQITQRNTVTLP                                                      
>Nvec_XP_001633631                                                              
MWCFVSLPDSTVSEFDLPERARGQELLDAVCKRLGIIEVDYFGLQYAGTKGETLWLNTRNRINRQVSGGPPLRLQFRVKF



FVQPHLLLQEASRHQHFLHLRKDFEGRKVVTNPVKSARMYALLAQATIGDHCNSHFVCKFCQNTENNSFEWTSDLRTNIT
QEHEKLNGVKPSTAEYHFLKEIAELEDFGIEFHTARNNIGQQLHIGVGSEELRIFDTEFNFIERISYNVLKMATHIAKSL
FLTIMTTDGEDNVVEFKLITQGAACGLYRSITEYHAFYRCETVRNSVKSQFTRDFRETFFSLFNEEESDKKYIFDVKRTC
KEVYDYYRRVLYNQGCDPINGVTNNVREAEPPTHDLNASSDYSLQEKLSKLEDGLRCKVCMDEQINAVLIPCGHMVCCEQ
CAMNLEACPVCRGAIDHVQKAFLPVAIQ                                                    
>Nvec_XP_001633345                                                              
MQQEEPSVAVIGAGLMGTCIAGELAYHGARVNLYDRSAQAMEKSKEMLIQQKEQLKREEVMATSDFIGTVAFCESLEEAV
VNSGLIFEATIENLEVKKSVFKSISQFCRTNAVIATNTLALDTSVVAEHVTNPERCLGIRFLYPVYSIPEVEITLGSQTS
PETIQKVQQFLEGKQKTLFFRSGKKPLVLSHSQVEDRKKAQRQQTRNWIQEGRSTHDVVPNLGHGVASRHAQASPIAMSS
GKTSQSTDAEEECSKESECVVCMDNRRDTVLCPCHHLCVCGQCAAALQLNEEPCPICRQAVASVIHVYQP          
>Nvec_XP_001629546                                                              
QCCLCDKSVDCKFMPCGHSIVCYECGNMFKKCYKCKSIQCVSSSVVQECIVCSDVPASVTFEPCAHKLVCADCAVRMKKC
IKCQEHITCKIGPACDFAHSLTMQHCFTLDGADLSLLTDSSSENSLTSLQAKLQELEDKSQCPICMDKPRTVAFLCGHGT
CSECCQSLRNCPFCRKPIEKKINLFC                                                      
>Nvec_XP_001622481                                                              
MQSIERRLESYIHWPENCPVRPRELAMAGFYYTGCGDQVRCFSCDLQLGKWVDGDEPFEEHLKHRPSCGFILENLQSEHH
RLTTFVDWPESSPVRPWELSSAGFYYLGDQDSVKCYKCGVALRNWEPDDLPWVEHEKWSPHCPLVIEYLKNRPNPGPVEL
VTFPQKKVACPEDIWEPEDKPVKPQGIYIQNALAMGFSREDIDAACARKLAESGSTFSSLQELTQALLDHEDPSSQPSNC
AIHGNSRAFLDNLMPSQSLRPPGNLSLPSTNEKQKLERMQEERLCKICMDAEVGIVFLPCGHLSCCPGCAEGMELCPMCR
APIRETIRTFLS                                                                    
>Nvec_XP_001637126                                                              
CLFAGKWMYEILLGSKGIMQLGWATLGCKFTNEEGVGDTADSFAYDGHRVRKWNVSTAKYGEEWMAGDVIGCAIDLDEGT
ISYSRNGKHLGVAFDNVRFGPGFAYFPAISLSYGESCHLNFGAYPFKFPMEYMNPLQDPPLSDVAKGTELTDCLERLFPA
PDRIAKLPPALHCKSNVLSLLTTSHVFEKLGPLLTKGYVVEKVLLPYLLRSCSDCEPLADQPGVSNTLDLMWTCMEDFEL
EPCLEHLLFALIKAYWYQPVTMDFKTQTHCLKLALSILKHNMTRHALIHVLKFELFKFSYFMHIRPPDDNILNSAFPVVW
WESDDVSKNRERDKVEYMGTSQSLKDKVEVLEVIQVEMCKILMYDDDQDLQGGKSTRVMFLNKFRKYLQDNMLTTLTPST
ACAGPVITCFYHRLIQALRFHWDQTAAEQPEGAITSQGIVLGDCDYKNKIPFQIQAIGLLSHPPNSCRLCSQSNSQVAQH
QGKRGQCGPRLTSARGFGSEDLAQQQRQGRGYSHAGAFSGDRDGCCTDCPALDTSRKAETRYRPKTTWRRTIASELKDLG
PVGDRQSTLPATVKNGGELLLWPDVPPGMMRRNVDLSLVRMLDDVIMLYHIAVHKQLSKVRAVRDSMQQNIKALEDTHAR
IARCGPERKDVLAELNRSKRVFTEETTHCARHMAWVSTLIFTKKKQEDIHWMLCCILNTITRAAERGPLFEFTPEFYLDV
AINAFHGLRNYFHPTVKFTELPDTDKALCRMAALLSNHFADSRIINPDLRDQIIQALAAFVCYPDSLQALESMPTPLLEK
TVRSLMGAYEKRSWVQTTWILVRIWKGCGFAFRYTSSQDIFTIGLPEQAPCPSKVIQELIASVCVSDVKLGDEFLNGVLN
QLNWAFSEFIGMLQEIQQATNRMEITLETRQLRTCAVCFDLTVGLLRVLEMVSTLAPEVFTDWKQQSTELHIARLFQLLT
QVLNRITASSNLFENVTRLHLPGLETVDRFPILGAVAGILLALLSRGSDESRERATSALLAEPGFTLESVEFLVGSKSAI
PGKVSSASFSFATVHKDVVEDEVRQLDALVSYLDEQSSQMRLLQKQESVDVDELCPICCAMRISVRFLPCRHVSCRSCIT
RHLMNNKECFFCKEVVDTLAEISADDQAIKK                                                 
>Nvec_XP_001636654                                                              
NSTTNPTPEFTEMVCYLCSVNFTLFKRKSTCRGCKKTLCSNCFTQGLNARDQSPRCITCRALAAPSTHKDFLQYLKIKDL
QDFLRLKNIPMSQCKEKRDLIELILQYSQPRRYPDFPRGTPHPPPPVTHDQRQGGTHPNSNSGQTANRVNRAGENNASGG
EGQQILLSLPPPPDFFATRRTIDDITDIEQVDNLSVKELKHILTANFVDFKGCVEKEELLSKVRLLWKSRNCEKQKGMFA
LPGFGLFNTTSLDESCKVCMDNLIDCVLLECGHMVACINCSKQLAECPICRQNISRIVRVFKA                 
>Nvec_XP_001636297                                                              
MSKLLLILLCFTVINLSNTTKTNIRGENEESGRKSSKNEEFYVGGIPYLADAISSLVWFIRGLLGFFYFIMNTVLLTVTQ
LAARALRILQNVVRFVEFIGYCVRVVMQANYNFVMSTFKSTKQYAQNCSEFIRHLFESTIDTFISMLRTACGLLHSVVVG
IPRLFEFAGSVCKTSLQSAGSVAEKSYVKCKHVATTVASVPGSAAWEIINAINAVIQLIISTIINTFLILYDLSRAVFSF
IRKTVVTIIKTFWSYLLRFLVQSGEVLEIVGYGMSKTATVITNSAYHGFDRIYNTVAYVIGTIYYGVITTIDNLLWVIKS
IFSLMIRAVTTSLSGVHSALSETMKNIQNALYYLSSKFPGGKLSMISLVSIGMITYSVRFLFGLNVGVVCFDILEKAIQN
FVSRINRRSIISQQVTVVAEEERPSTTLDNKPSVSNDEHVNRLREELERERDKTLCVICAEQPKQILIMPCRHMCLCSVC
ADTLLTHWNRRACPLCRCRIRSLIEGIVGKQNWKEAGKKIDSLTVILELPHKAALKSLAHLE                  
>Nvec_XP_001635486                                                              
MPLFHTRKVSRDETQRRLEQRLVVAKESPESTFDLSDCGITELPKDVFSLCRVLRKQTVLLNDNDLPNLKGGGQLKDLAD
ARILVLSNNRLTSLPADLDELRSLQVLDVANNKLKSLPKAIGGLSSLQTLDVQGNNLQSLPLEIGNLKLLRSLNVSNNPK
LDALPASLAYCRLLEEITLDMDKISVPPKGAGIEYEPSSKQILKSLDPACDSCHSSVDPIDKLVADALNSHSVDQDKKQE
QMWMLEKQMRELDSEQQALANQANRSHDDLLQRIQQAEADMDSDILWEQYKQESRRDNMSSLMAADEQLNSDTVAMILQI
NERSGKREALLDQLEIEKLRTDHLVKVTQDEEERLRKEEVIGKFLNLVTGPQLASKYWKHMTKKNGSDGQGAQPRPYRAQ
ALRLIPDVASMARLLENRRNQERILNEYESTRQQAMRDAIKSEVEANSQVQDVLSEQDQDRGSLKRQISTQEHAQMQAIQ
ALQLQKDAKHRRLTDQIGMLQDELAYLTAVELEKRDEEQEAEKVALAAKRESITSLMSQLVDQQRQREGELMKRLVEMEE
RRVTDVEDYWLIQYQRLLDSKPQSLLEKECDHVIADVLKEAEAEQYCSLFARHRITWKMLKSMTSEELKEMGIHERGIRK
GIMAVVEARALVEGKARRKEKEISQAEDPERSHPQPSAPPVEATATPTMSNCSLYPECVICLDNRSDVVMLPCGHVCCCS
NCAGAVSACPICRQTLSQRVRMYIS                                                       
>Nvec_XP_001631464                                                              
MTELYCIVGGIGSAALSVICYAVYRNRSSVLHAVEGAANIDISSALTALQAREDKCIPYAVITGEAHPLKWDDLIESSYK



QGVKGLIQEVKILEHKSEYSKSSRTWFNSQRLLSMATDAIPFILRGPYYGFVKVTEPLKARNLDLKVIYDKFEPADSTLG
KTLMDWVSGDKTKGFQAVERMLCPGTTLTGIGELSLSEGGVQISPPSNSLPYYLTQLSVEAIIKQLKSSRKTWMVLSAIF
ACGGSILLLVVLYKAWSRRRERARREREVEPWNFREAARVEVNIPDMDENQGTQCVICLENQRNVVLLNCGHVCSCRTCA
QQIHQCPVCRGDIVRMVPIYQS                                                          
>Nvec_XP_001630091                                                              
MGGLLSNRSDGVDDVDHNGSSSYRYPPASGPYFADYFIMGGSKFSSTQPESYLFGENSDLNYLSPKPVPFPYPSPHGNEP
TKTLCSLVNLRKDSLRLVRCTDPSDEITYHIEFLFDADVKCSVMIYYQAMEDSSSGLALYTSKEAGMSSPKFSYPKGAGQ
LFSNPLRHRINPKQFTEESLSYNPLKDTYIPVVIQINVEEEEYLGHSNITLATFEQLSDESYVIKPLKQKQMVDGLCYLL
QEIYGIENKAETDTDNEVDDDDNVLECVICMSDFRDTLILPCRHLCLCKACADSLRYQSSTCPICRSPFHALLQIRAYSK
KSGSPGANTTMHGTTIDTEEEIPGYQEIPLVEALNGRFAPDNIPEGKESFGYQEIPLVEALNSRFAPDN           
>Nvec_XP_001626645                                                              
DGYGIGDDEYSCAYDGCRQLIWHNAKSTPHSHRPWKAGDVLGLLLDVARRRVQFSLNGNAIQRDFKAAPTQSGFFAAASF
MSFQHCIFNFGSEPFKFPPSVPFKSFNDCADMSDDEKIILPKHLKIAAIRQESVSGEPCKICFEKEADTRLDPCGHREIC
MPCALQVMECPICRQQITHKILERSEPNSPVDKLPPR                                           
>Nvec_XP_001624513                                                              
SLTTETNNNQTTKDKKKDCVVCYENEIVAALVPCGHNLFCMECADRIRDEHSVCPVCQKHVTQVLRIFS           
>Nvec_XP_001623434                                                              
PDCPVCLQQASYPVRLPCGHMFCFLCIKGVALRSRKCAICRQPISPDYLDKPTLVKVVSGQSSSSDKAPSDPPADEYVWF
YEGRNGWWQYDTKTSKEVESAFKGGKRSCTLLIAGFLYLIDFENMFQMRRNEPGRRRRIKRDKPNADRKGVAGIRL    
>Nvec_XP_001636669                                                              
MTKNDQSEEALDECMVCSDNKRDTLFGPCGHVATCSLCSPRVKKCLMCKEPVQSRTKIEECMVCSEKKSQLLFKPCNHMV
ACEGCGSLMKKCIQCRENITETLPFIVCCGGQAPPPLSERGECKQEITNQELSQLQQQLQDMKEQTMCPVCMDRRKNLIF
LCGHGTCQLCGDRMQECPMCRKTVERRILLF                                                 
>Nvec_XP_001635758                                                              
MDTSYNDLTCQICMDAEVNTAFCPCGHVYCCQTCASNLYYCPLCKTFITFVQRIHVQ                       
>Nvec_XP_001635015                                                              
MTSILAFVRRNAVLTGMLAVAAVIPSAYFAYLYYQKYRQATIEINGRDKLIELRGKLERLLLSLDQIQHEVAENEDEECI
VCNSCKAVVQTYPCQHKVLCRMCFVKTLQVAVSDFNLPLKCVLCRTRITTLDKDRHKNITSAKA                
>Nvec_XP_001634286                                                              
CIICLENPKNATLIHGDTGHLCCCWSCAQVLKRRCDPCPICRSRIDHVIRQYAA                          
>Nvec_XP_001628944                                                              
EMCVICQSRPRDASIIHGRSGHQVCCMHCAEKLKAHKKKCPVCRRKIHFVVKNFL                         
>Nvec_XP_001628801                                                              
MNALRTVETSKIPYVVDRFLELDRAGEMADERIAQLPIDKRCAVCFSTEACITTLPCAHKVVCGWCAWQSLKISFEDGSP
HRCVICRTEIEDFTGSLIKNLMHIKWKDVKKIINEIKQ                                          
>Adig_181v118493                                                                
MQEKFRDAVNQDGPAGTRCINCSERDAVVTVHPCGHKVTCSVCSVKLKRCLKCNSQIQQKETAAEAQSSGPTMGGEEMFR
ELERLKVLLRQREDAIQCAICMERDKSVVFLCGHMACKICSDRIQVCHICRVEIQNRVQAFH*                 
>Adig_5348v122581                                                               
EQLLGSLDNFEPELPDTEDDECVVCNSAKAIIQTYPCKHRVLCRRCFVRTLQVAVNDLNLPLRCVVCRTRIQTLDRERFI
GPSQDHQSNGLNEDREHHVASGLTTDTERHEVHSLTSDGGFHEEPGLELNREHQDQHSVDANEFEHLV*           
>Adig_6316v100393                                                               
MLKSFMDFFKDESLRLLLDHLRINSSTDIGSMIVSEAGLGHVEKLKNLLKAHPEKVDIVRSDKTALQIASHQGFTAVVEL
LVQLGANVNLQPSAATALLKGGADGNKRNKNKCSPLHVAVNKGHSEVVKTLLCYSCNVNAQDSFGDTVLHDAIAKDFTEI
VELLVHFQGIDLSVRNKRGFNCLHHAALKGNERAVSLIVTKRPDLLNVGKDDGFSALHLASLNGHFSVVNALIEACPDID
VNLRNGRQQTALLLAVDKRHVAITKLLLEKGAHVNWADEVGDSPLHVVVMYHSLKTGGSNVSKKELPRSEPSFMITKLLM
DHGANANQRNQHNKTPLQLCRDTRLKEILLTRSKTTSEASAKKPEEATPPSLDETDSAQARSLSAVSKETDVKCRLCGNT
ADARFDPCGHVLACMDCAAMLRKCFVCRAVVQSFQEIPQRGDGEESQCVVCCDEPPSVKFEPCGHMIACRDCAVRMRKCL
KCKRAITGKIWSGAPAGQLPEFSEKDEKYLETLHSLLSLQAHVREMEDANMCAICLERRRNVAFLCGHGTCADCASSLEV
CPMCRKPISQKIQLFT*                                                               
>Adig_8033v124662                                                               
MADAAPQASRSSRFLHRLQDALAHAVTPRLQIDKKTIEKTWKLMDKVVKLCQNHRLSLKNSPPYILDILPDTYQHLKLIV
SKYEDRMHILNDCEYFRIYIENLIKQSKLAIKLFKEGKEKMYVEDSTYRRSLTKLSLVFSHMLAEVKAIFPQGTYIGDGF
RITKYDAAEFWKNSFGVGKTTVPWKQFRQTLQAVHAISSGLEAMALKSTIDLTCNDHISIFEYDVFTRLFQPWTHLLQNW
NLLAVTHPGYCAFMTYDEVKARLLKHLEQPGSYIFRLSCTRLGQWAIGYVTPEHTILQTIPQNKSLCQALIDGAREGYYL
YPDGKLVNPDVSQHLITPADEHIAVTEEQYELYCEMGSTFQLCKICAENNKDIRLEPCGHLMCHFCLEQWQDTGGDGCPF
CRSEIKDIHSIVVDPFVPLREQLVSHSATVDLQENHVDVDEEEIMEEVSQWMPFSDSRGFSLHQPSNDLNRQTGDGPPPL
PQRRNQLQNMQTPSSPTLVVTHASPFASPRTSNKSSPHSSPFNSPRNSPKNSPRTSPLVSPKTSPRSSPQVSPCNSPQNS
PIQGRRGRPPLPLPVGLDEESPPAIPERRYKNRNGSMDKKDKKKDFQSERNSQRDTIGYASIDATRAQGVQEMHCQDHNP
TNYAKLAYPPQDEDFEANGKPTPANGNMFADICTNDEGTPYDFPLPVLSEKEDFKNNKRTKENGLEGTARDLEPVLEPFA
DDPFRAHKKGAQFENDFIKEAPLVVRLPAARSQSHYSGTPRTSNGKRHKQSSPPRTFVKARSSDDVLDDACHANVRTNSN
SNENEQNKSSTAGVLPNRASRPVLGSRNSWAGPEARSFHNPTYGGRVDPNRLEPQNDVHRPPPRFPDDVNAEAMQFYEED



FTILQAQGYTREEITRALIVADNNFAMARKILREFSQGTRKL*                                     
>Adig_8993v105891                                                               
MPSSLLVEMDRSTNGQLIDADQRALQIELELSMLGLTNDDDQTSNAFDEIRNKRSVNMTECVPVPSSEHVAEIVGRQGCK
IKALRAKTNTYIKTPVRGEDPVFVVTGRKEDVGLAKREIISAAEHFSQIRAQRKNNSLNSLAPGPPSPTTPGQTTIHVRV
PYRVVGLVVGPKGATIKRIQQQTNTYIVTPSRDKEPVFEVTGMPDNVESARKEINNHITTRTGGRMDTADDVFINDALQN
SFNDFAPGSIYSSVSSSFSAFRDSNSSLGLTQRTSSDSFYGYPSSKGSSINDGGFNPINSPFSVNGFFFSDLPSPTDRDV
GSEGSSTGSGFDPAPAPPSPSIWGNIPSTRSMSEQAPFTRSSSLNNQALSSAIGRPASPHSAARRMKSDPITGNFSPLSA
FTPFTTQVTASVSSIPATSSNGTAHVSSTESNGGVSTIRFNTEEANNNNTTLSPLGKDMKKKDCVICCESEVVAALVPCG
HNLFCMECANRIKEENNSCPVCQKNIDQVLRIFS*                                             
>Adig_9365v106263                                                               
MEREAIFNLSPPRMEIPSRPMIEVKNPFDLKLKSAKLTTCGKGIIDFVLSTTTACFVTFYWEVGKDAVDAILRDGGDRQL
RSNFDVSEDNSSDSDSEEMMMMSAVPLEQVLRGSYSVRSFSELRQGWCNGEISCVAFACKAGRMVRTQDKISVRTGKLFV
VESDDLEDIDSSTQHSQTSSTLVESSAASLENKTVSASPSELVHAVCIVCRTLPVTRAFLPCRHACVCGLCFQQLSCCPM
CRGVIQSYFKIQDEPFADTAESDASSELKRMTAGEILRGIFLPS*                                   
>Adig_10531v107339                                                              
MSSSDSVMTSPSTVISSENKLANFSQTQPEKPFHYTYLKEFRVEQCPLFLQHKCTAHRPFTCFHWHFMNQRRRRPKKKRD
GTFNYSPDVYCTQYDETSGICPSGDDCPYLHRVAGDVERRYHLRYYKTATCVHETDTRGYCVKNGPHCAFAHGPLDLRQP
VYDVRELQAIEKEETDVGQAGIENNKAVLEDPRWQDTNYVLSSYKTEPCKKPPRLCRQGYACPHYHNTRDRRRSPRKFRY
RSTPCPHVKHGDEWGEPTNCESGDNCPYCHTRTEQQFHPEIYKSTKCNDMQQTGYCPRGPFCAFAHVDQDSVTSREANGE
HTFGQLYSMPPSPLSPVDSGTIVMSSVSQSVGKQARSLSTSSAGSYSSEPSTPSSLYPKAPGSERSERCGSKEDEHQGSN
PYRASPLVRGSLHSSVFDPISTQLHSPKSLGSPQMASPLGLGNNSTEIQRLNEELMTAKTKLASWEESWVQAKQACDAWK
KEAEESIKKAKQAEKDKLEAVIKKEEAESQLNNLRLEMDDIKSSSHLHTLGTLEDIKDLPLVKIRQIHRQLSSDLEKLSQ
VMYRRVALVCSLCEQQQRCVMTAPCFHCTMCETCASQRVDCPICRVQISQKTLIKITI*                     
>Adig_11277v108030                                                              
MWDGVWFWAGVGSATVSAIFYGVYKNKERTIKNLRDAVEFEIGPKLMHALTAAENHTIPYGVIRGEARPLKRTDTLRSPY
VADTVGLIQRIKTREHRSEWSKTTRLWHNIERTISSSVSSVPFSLVSHGVLVKVTEPLSAEKLELKVIHDKFEPVSNTVA
DSLVQWAMGDKTKGFQTIEEMLPVSTTLTGIGEITLNEDGISIGPPKAGLTYYLSQLTLDAIIRQLQSGKRVWKILSSIF
ACVGGILFLVSLYFHYKRQHERREEENLFRMMEHDVVGDDGEVRQEACVICMDRPRNVVILDCGHICCCLDCARQVNNCP
VCRRQIYRLVPTYRS*                                                                
>Adig_11392v108130                                                              
MSSFYSRNRGAIWLTLAASGVYFLYRYYEYKRKLRERNERIAAGLELFSRRGVEKLVELRDKLEQLLGSLDNFEPELPDT
EDDECVVCNSAKAIIQTYPCKHRVLCRRCFVRTLQVAVNDLNLPLRCVVCRTRIQTLDRERFIGPSLDHQSNGLNQDREH
HEASGLTTDTERHEVHGLTSDGGFHEEPGLELNREHQNEHSVDANEIEHLV*                            
>Adig_11679v108403                                                              
MEYVGYRVVRGPDWRWGKQDGGEGHVGTVRNFESNEEVVVVWDNGTAANYRCAGIYDLRILDSSPTGIKHDGSMCDGCRM
QPIYGIRWKCADCTNYDLCSTCYHGDKHQLRHRFYRINTPNSDSPTLVEARRKGKKITARGIFPGARVVRGVDWQWEDQD
GGPGRRGKVTEVQDWSTTSPRSAAYILWDNGAKNLYRLGFEGMADLKVISDAKGGSFYRDHLPLLGDTRSSRAAGQGLQI
GDQVTVDLDIEIVQSLQHGHGGWTDGMYETLATPGTVVGIDEDHDIMVLYPTGNRWTFNPAILTKVSSSHDSSDRVLSLP
SPTASSSTVTIPNTALASSGLSGGGSSSSQFAVGNLVRVSDDVERVKLLQRGHGEWAEAMLPTLGKVGRVQQIYHDNDLK
VEICGTSWTYNPALLTKVASGTDSPSIGASAGAERLSALLKKLFETHVPGDAVEELVKAAANGDSQRVEELLLKEDANVN
GVFAGHTALQAASQNGHEETVRVLIQFGVDLEAEDTEGDSPLHDAISKKRDDMVSMLLEANADVTVANNNGFNALHHAAL
RGNPSAMRILLTKLPRPWIVNEKKDDGYTALHLSALNNHVEVAELLVKQAKANKDIQNTNLQTPLHLAVERQHTQIVRLL
VREGAKLDLTDKDGDTPLHESLRHHTLSQLRQLQDMQDVGKLLMGLGTQGADKKSSASIALFLAANGADLNIKNKKGQTP
LDLCPDPNLCKALAKCHKERMNGNQKNNANSIQLADVDENEGLEECMVCSDMKRDILFGPCGHVATCSLCSSRVKKCLMC
KEAVQSRTKIEECLVCSERTARALFKPCGHMVACENCASLMKKCVQCRSNIEESIPFIVCCGGKAPAPCQSKSSGKPEIN
PQEFTQLQQQLQDLKEQAMCPVCMDRRKNLIFLCGHGACQLCGDRMQECPMCRKPVERRILLF*                
>Adig_11762v108479                                                              
MCITFSEVPPVYSKPSPRQNSSNNVKETQPRTRTTNPLPRDNQTDDSCIVCMELKKDSVLMPCGHLGICFKCANRCKETS
KTCPVCRKEIIEVCRVYEP*                                                            
>Adig_12221v108907                                                              
MSCYSEKSVDELRFEDYCCWKAAQDKNKVVSNQIDNSVFHLNQSNASSCIASSCPLPPSAMTQAVTDSRRNSGVQPTSDL
LISSTGNFSSEGDRDFVFNPQKPCPEDSCVGKEPLSTVTSKLQLRDTLVQNIVRCRKIQNSLYRLVLLKLQSHATAVTRD
HTDSSYKENSASKTERSVAIENNTAGDPSMEGLTGTVHGASEVPTTESEVEGLNDSLVCPSERNELENADYAASDVVGAE
LNINNAPEVSTMESKVDPSGESDVSKAANENSSSVQENEEDSVHDVPSTEGSSSASSPGDVSSDKSQVSRLCRRAFLCAL
KEPLDTLVRCTEIQRSLFHNLTIVNTTSSEEAVLISQRKRLSCLNNIEELNCKEFADFLLVKSKFEERTLINKNKMDCTY
ARNPFSNKQPRRATNEDILQGRNVRPSILAGSNEFTDNWFWRDIPHGSGSLKTPSGEPIYSGDWCEGKRHGKGKGVIFSL
STVGQFAAEHGVYSGEWKRNMRHGRGNMMFFSGAVYDGQWKFDKVTGYGTLKLPDGSIQEGTWRDGKLHGCAVFTWPHGV
SEYREYDATRGQLSSCTREKQTTNSMAQMVSIYPQLLNLQETLSELIRERHFLRKDVAALKKENAEMITKAQIHTFEFRK
RYQEQMVTSYEKERNDAEKALKAATEELKKELEETKAALVCQICFLRPRDCILLPCSHLLYCRVCVREHRENGDSRCPTC
RGTINSEILCNLNHPL*                                                               
>Adig_13320v109929                                                              
MSTAGTISEFLSKVTYKFTCFYCKGKLNNPKILPCLHSFCSGCLQRLHVENLGAERPVCPLCKAVIEEVKIDSLPSPIHL



TRLQEMIRINNSSPELACGSCDGGSSAVSYCFDCKCLACANCVEIHSRMKVMQSHQISELKNFSSKDLSTLLQVPTSCKR
EGHKNQRLELFCEDCERQVCPKCANLLHNEHNLVEINQASKESKKRILHVIDGLHDQILLCRTEIKRIDQSYKTVERRVI
TARQEVLKKIEDLISLLRRHGDRMLAELESVYKDQQVALIKQRKELEIHLNQMQKSYEYANEVFERNIGGEILDMERPIK
RRFQHLISYKPKQVPKSQKSINVDYVPDPNILRTLQRSDIGKIFVSHTDPANSTAEGEQVTQHFTGTGERIEFVIHTKDS
DHNPSYSENDRVTVRIQSKQGFVIPTRIEDKKDGTYIASYTPLKTGIYQIDAKVRGEPIKGSPFTVHVTTRAEYLKASRT
SLENCVTNPEYKPLFSLSQVTCKDRPYLKRPCGIAISSSDEVAVADSWNRRILLFNHRGKYITQFEGTEDLTNPVGVDFD
FDGNIVVSDSDNQLIHVIDRCDVTIRTFGSEVLECPWGVCVTPKGRIAVCDWGSASVKEFSQQGKLIKEFSSGSTSKPYY
IIHHSDKYFISFDSHCVEVFSANGEFLYTFAEKGSGKGQLRDPRGMTIDSKDNLVVCDSGNHRLLVFTTDGRAYAVGTSG
KALGRFDKPQDAAISSDGRLFVTDYSNNQVQILQRNSSTRALSLSE*                                 
>Adig_14911v111414                                                              
MEFLGVRVVRGPDWEWNDQDGGEGSVGTVFQIGSDTKSPITEPIVLVQWDCGIKANYRAGMDGKYDLRILDTANGGERHL
FTPCDGCQREYIIGSRWHCKTCPTYDLCTQCYMTDCHDNRHTFERIDRSQGKGDHLPSLVLKQKKSQGGLTTGDKVIVEV
PLKRHKKLSSGHGEWNRDMAKYMREIGVVQGFTSNDDVVVEYPDKRWRYNPEVLKKFMSGILQQNVAADIGNQEILVACC
RLNALPRVRQILDNNPELIDAMVEGQTALHAACQHGHCDIIRELIDRGADKDKLLSVFNFTCNAQDNQGYTATHHAAIGD
KTGEALKLLLSQGFDPNVQDSEKRISPLHLAVHYSNEMAVRILTQYAACDVNLQDQNGDTPLHCAIAREENDMVDMLLGS
PGLMATTTNRKGFNYLHPGCCVNAVAIDNQTPLHLAAQRGYPDMAEALLDHGADVNAANDDGDTPLHLSLKMELMFKYHM
LDSLTLLGLEGRGSGSEAAVSRCLLRYGADVQRRNNSGETPLDICRGTEVEQVIRDFAAKGNSNATEVPIFEGVTSHPGI
AHQGENDYTEADKHVEPFDHRSDDRETNDSKTNDEVGHGQTIAETVDDAQEKEGTQDDEQSQDVLVQNCIPLIENVIIEA
ANKVLDPSLERISNKNLSNDVVPVAENADLVEQKEAEREKITCKICEESEAVVAFKPCGHIILCLECAPQLKRCLECQTI
VTGKVKRDGNPLISVNSQSLVTNYRKLEEKLRKLEESSQCCICIERKKNVVFLCGHGTCQYCADQLETCHMCQTVITHRI
QTF*                                                                            
>Adig_14913v111415                                                              
MWDSGEKEHYRAGVDGKYDLRILDSSNGGERHLFTSCVGCQRKPIIGFRWHCKEGSDYDLCTQCYLSGCPHNGHTFERID
KSGSKGVNVGKRWGSTKLEVRGLFRGAKVIRRQDWGLNNQDGNQNLVGEVKEVVSSIDEDIKDSVRVSWERGGQTNNYRV
DLKCIEPAIGGSYYREHLPPLVLKQKKIQSGFKTSDKVMVELTSKQLQESSPVLVEWNADMAKFANQVPDAEISSTNLNT
ASVAMNDDATADWEWSNQDGGEGSVGTVVQIGSDAKLSITEPIVLVQWDGGTKANYRAGMDGKYDLRILDSANGGERHLF
TSCDGCPRKPIIGSRWHCKTCPSYDLCTRCYMTDCHDNEHTFERIDRSRGMGVEVGKRCGSTKIKARGLFKGAKVDLKCT
VPAIGGSYYRDHLPALVLKRKKSQSGFTTGDKVIVELTCKQLEKLSSGHGEWNADMDKNLVADMASKQLFIACKQNMISR
VCEILDNNPALIDTMLGGHTALHVACHEGHCNIIRELIERGADEDKLDDEGYTVIHHAAYGDKTGEALKLLLNKGFDPNV
QDSENRNSPLHLAVQQSNEMAVRILTQDATCDVNLQDKDGDTPLHCAIAGENHNMEDMLLNNPRLMRTITNHKGFNYLQF
AVLKGNKPAVEKLLEKTGSTLNVAKDDGFTTLHIAAINGYGEIAKILLGKPGCCVNAVTIANQTPLHLAAEEGYPDMAEV
LLDHGADVNAANAGGDTPLHLSLKKELMFKSSLQPALRMLLFARELESGGHAAVSRCLLSYGADVRRRNNTGETPLDRCR
GTEVELVIRDTATKGNSSVTKVPTVGRATKHPGFTHQGGNDSRVTEEDFEDVDRSNGRDTIKTKRNFNDNEEHRLTSGET
VNNSREEGGGHDEKQKEDVLVQNDFAQIKQFKGGDEVLVKSDKNLVKELQVGHGGWNEAMVSILGHIGRVLDVDGNGDLV
VLVKGERKDHDGNTALHCAVAGEKQNMVEMLLNNPRLSLTITNHEDFNYLQFAVLKGNKPAVEKLLEITGSTLNVAKDDG
YATLHIAAVNGYGEIAKILLEQPGCCVNAVAEAKETPLHLAADRGYTDMAEVLLDHGADVNAADCDGDTPLHLSLQRQAV
FKNPMQSALHMLLGLRGLGRQRGGYAAVSRCLLSYGADVRRRNNSGETPLDRCRGTEVEQVIQDIAAKGRSNAPKVPTFG
AAASHPGFAQQGDNDSTEVAKHFLALDHSHGRETKENKSNSNDEKGHRQAAGEIVNDSHEEDRQDEGQMEDVLVKNEFVQ
NFKPLIQNVFSEAANQVLDTPLEEISNAKLNTAGVAMNDGAAASAENSDLTNEKNNKLSKKRPNETSKIIELQNGDSEMV
DLRDERNAPEEQEPKRQKLICRICEENEALVAFKPCGHIILCSECAPRLKHCLECQTRILEKATRDGIPVISVNNKSLLT
KYHTLEGKMRKLEESIECCICTTRKKNVVFLCGHGSCQYCADQLKTCHICQKEITRKIQIF*                  
>Adig_15595v112025                                                              
MGNRFSRQNEGVEDLESTSNPYRYPQLLGKNFFADYFLMGGSRFETPGPDAYLFGENADLNLLNPKPVSEEEYDLEETGL
ECVICMSDMRDTLILPCRHLCLCRECAESLRYQANNCPICRSRQATKHTTVKWSIVPCNINMAFLLVFVHTLALKTRLGN
ENDEDTWPGYEEMPLVEALNGTIRPDDIPQEAIARMRRRSASSIRSSGRRRIDSARSQRCVERSLSACSGMSRPSTAAGR
SRLERASSATDRRVESREAFSQGEARGDTENAAVDFLPRRDAEIEELKNSRRFEELTSAHSEEGATAPVLSSPKTQEDDS
QDNQVHVDVSLPGTPLSSDLSGRSSRSAGSITATTPTYVRLEETTGEATVHIVST*                        
>Adig_16874v113191                                                              
MTNTLWCPVLQQVVLNISGDVLGLLLDLEKGLVIFSLNGSEIEKDFKVAHSGAGFFAGASFMSFQHCIFNFGAQPFKFPP
KVPFMNFNDHAKMTAEDKIILPRHLKLAAIRQESITCSDPCKICFENAADTRLEPCKHRDVCMSCALQLEDCPMCRRHIE
NRVETPSQDTS*                                                                    
>Adig_17229v101448                                                              
PVGKDSSSSKHCGPTPVDDLIAKRRQQLLEIERQIHETEQEQQALAVLANKQRIDLVDKIRIAEAEMDDLTMHQQQQQDL
ERQKLVSAMAAASMAKLLESQESQGRLIREYERSREKAASQAMNESWEADMRLVGILNEQYDDRDALISEISKEERAQME
AIQALQLQTDAKHCRITNQSDVVLLNCGHVCCCFTCSSALTACPMCRKPVVQRVRIFIS*                    
>Adig_18934v114920                                                              
MRTPLHEHELMKVNPLNVYHAFAGHWKCDHCNATSNAVEFPFHCTICSFDLCASCAQIEENTLAHQHPLLFREANRQLHE
NQGGHWKCQVCKKVGTAEACSYHCRTCADFHICRSCFEPKQHPVHVHKLELVDTSLLYTECSGSWFCDICGSQSRPREKL
AYHCSECGNFDVCPHCYLPLVTPLHRHVLYKANSYNVYAHFNGGWKCDHCSSAHDNPTFHTYPWHCQTCEYDLCQMCARH
SDEPTDQAGPPVSHFRQTRGFDSPAVRGFSFSRQPEENPWQIRGRLSSPGEYDVVPTSTTEKGNILAVPESTDNNKCIIC
MEEPKNATIIHGETGHCCSCWACAQVLKQRGDPCPICRAPIEHVIRQFNA*                             
>Adig_19375v115271                                                              



MRVMEAALVGKKACEVHTTQPCDSSDNEQGNFCTSPKKPFRKRKREALTGLNNGTSHTPSPLCWGIGFFSSGKVSESESE
LSEPHSAVFLVKGYESAVTAVVTDSEDDMFFFDETVEFEPPGSESEAEENEDDDDESEGEATNDKQENKLSARDELSLSD
SKQVVDKKSDTKGPEATFSRDLCVICLTQPRNASLVHGRTGHQVCCIECAERLKENKKRCPVCRKKIKLVVKNFL*    
>Adig_19430v101886                                                              
MSEEHVDNDLPSLAEEPSDLQNTASFNSFFSEDSRTSDNFNGFDHQDADHIKRVATKDMINHMIELDSVQKRLDTFSRWP
RDNPVEPLELAKAGFYSTGVDDRVSCFRCDLHLRQWKTGDNPWKEHKLFSPQCPFLKECENERGSHFLCNGVDKSKNLRN
SSSLDSSKTEEVVFSEGRLGNHRRDDAPGVDLPPPYCDPEGVVYSERQQGFHQGKSERPFYRNPDYSQTGLRDQLSNHAE
RISPFPAQDFQHVRFQRSDNQRIEREVVDRPIALYQGSRQVHIIGSGTSVYYFNPEDNFCEQSGGQVPPQEMRSGGNLTP
FRSQALRNNRFPVMTEQSFAGPREVRPYRSQDPASGRYETYLFGGKEQVVEKPLSSQEESGRYVVHQQQNGHPGKDTEYG
RYFEPQHPNAFKEPNIQKQIQFSENVPRENTPSESNTMKRKVSDQNGALQENYQRTQQYPGLRTWESSTAPQPNSSVNSP
GQGSQTRRPAPFAAFPVKDPSLQPVQRLVRHEDARHVTSSSDLASQHHRLTTFVDWPHDHPIHPYDLATAGFYYLGQNDS
VRCFKCSISLHNWDPDDTPWGEHMKWSPQCPLVLQRFGSRQRQQKEQLAPRPNAIPQERYPSPQNAPQFQRQEQNRFPIV
SGHRLVHPGWSRQQNPPAQAVSNVGRPQDPLVGKQPHQWQIQSIATPQESAHMTNGRPEDSASESSANQRKQRSCSPRGS
TTMELKNERLSEMGFTKQQIDDAIRAQVAATGSNFASHADLVSALLDTQGQQQRNPFTHQQQQSMEPGCRSASPPPPIRI
PPNFPISLLEENHNFSGRNCSSAVTSPTTSLVDVTSLRRSFSDPAAQRFSDSGEESLEEKLERMQEERMCKICMDAEVSV
VFLPCGHLSCCVGCANGMNSCPMCRRAIHDKRRIYLS*                                          
>Adig_20112v102099                                                              
MKFAVLEPDGRAHEFVLTGDKLGQEALDKVCEKLGIKEKNYFGLRHSVNDADIWLNLRNPLSTQFRPHLPGKPHRLRLEV
KFFVAPQELQQEETRRQFYLCLRKQISEGKFNFTQEKAVQLCALMAQAEYGDFSRPPKSYPQFLSPWPGEDMERKIAGSH
RNLEGTSSTIARDAFLNIMSKEDLYDAEVFKARTGRQKVLVAVGSNGLRVYERRTHGKLKQSIGFESIIKMNLSEERLIV
VLRKMSENSKLNFVHFFLASDDAAKAIHKAVMEHQLFFYSSKVRQSVLNHYLLPTPCWALPAKWFTKSPSGDLYHLDVKH
TRRQSYDLHYKNIHADSDSTEFRHDWVSKCSRCDQEEANVLFTPCGHLVCCEDCVRKGTTCVVCNCTVTSWQRVYFANDS
ACNDWACQICMDSEINTAFSPCGHVCSCESCACHLPYCPICKTFITFVQRVHVMFPESQDGNVDDVFCGFA*        
>Adig_20464v116099                                                              
MEFEELKVEIPVDDSEDEEKETLFSLVNYFITEQERFVSFPSLPVMGAGGIRGELRDHSEHVDTILRSHFNVANTQTTSF
PTSSRSGPHQQNSIINFNLTDGAFEEMACYSCSSNFSIFRRKNLCLKCKRCYCNDCFAKEIKFVPGENTNNCLTCRTLQH
PVAYKDHLKKLKVRDLQDYLRTHEVSTSHCREKSELVELILQHARGATDTGNSTTATQNQARVQTQHTQAQTSSQRPMPE
RSNFAPPSNSQPVQDPQPAPMPASVGKSLSQIQNVEQVEQLSVKELKTILTANFVDFKGCCEKKELLDRVAALWKSKQQT
EGKTSAMENGDEDSERCKICMDAIIDCVLLECGHMVTCKKCGKQLSDCPICRQNIARIKHTFSYQALQNEG*        
>Adig_21593v100175                                                              
MWCFISEPNGIIHEIFLSKNAVGQECLDKVCEKLKLVERDYFGLKFGGAKGVRFWLNLRNPMSSQLSGKPPYRLYFLVKF
FVKPQELQQEITRHQYYLTLKNFISEGKLDLSSLQVKTIARLCALISQIECGNFSQERVAKYSSYLPLSIYNEYAKTSDL
QKDVAIEHARLMNCSASESKIEFLHIACGIQGYGIEIFHGRLHEDKILKKVDIYVGSDGIRVFSTNRVYDTKQRKDIAKR
TLEKRVSFEDVSTVSYNNRSFTVVHGGTGPQAQRDTYKMKSESDAVALFRTFTEYHTFYQCNTVKRSVIDQCTRTLAGRL
LSVFVPRNEFGRIFLFDVQRTRRQAYSQAWGELNSCRVIDVVSSASGNFRSAGTAAEYRPVQSPLSQRKCYISKGSEGSR
ALAERESTENMSPEKLKIMVRHLQDARICQICMDNEVATAFCPCGHVVCCADCSAMCKECPLCRSQITYAQRVFFPCE* 
>Adig_22971v118090                                                              
MLCHVSLPDFVVKEFKLREKARGQELLQEVCKRLGIIEVDYFGLQFTGPKNEVLWLNTRNMIRRQIPGASPYRLQFRVKF
FVQPQYLLQDSTRHQFFLHLKKDLEEGKITPEPEKAASVYALLAQATVGDHGDSYSPCDFCQGTEVESQWTSEFRANVSV
EHSKLKGVRSAAAKQFFIKEMSLMENYGIEYHLVKNESGLSLNIGVGSEEITICDDDLNLVERFSYSCLKMATQEKNNLC
LTMITPNSENMFIFRLLSQEAACALYRSITEYHAFYRCDTVRNNVTDQFTRDLKESLISFFDDKGSEKKYIFDVQRTSRE
VYDHWRRVLFKRGCDPIQNNKVVDQHKENPQTSDCHAAQLQERLTKMEDSLKCKICMDRQIDTVFCPCGHMVSCSVCAAN
VSSCPICRANIEHAQHAFFPIVVGKT*                                                     
>Hmag_XP_002159403                                                              
MEKLTSDLSPIDYSIYLHRLNTYAINMWPKSAPEFVKYLAEAGFVFTGKNDLVYCFECKIELSGWLEDHNPIQRHKDVNS
NCPFIIQQSKKKLVNDDKNDDKLYNPNMKSEDKRYQSFGMCPPEKHWPSPEKLAKSGMYYDYSKKMMVCFCCGFMVDSWE
SAEQDPYVKHKRAESSCSFIKRVQNKDNFVEEKTTISNPNLIERFPSYKTEWTKPAILIDYSNEHTRLQTFFSYPRNSPV
SADSLVKAGFYYLGRNDEVMCYKCSVSLKDFEIGDTAWGEHRRHSPACPLVKNYLNSNNSKNTYSGTSSFSNRVVGSVKE
CNESPIQNANFLRNLSADSSLSNFSSFESENLLNTGRKAYSESDLKSIQNLSHSIDLSCVICMDNNKEMIFLPCAHLIAC
SSCAKGQAFCPMCSSGEVFTPDSHGFQNTGLFPLDIDKIDKSKLQISNTFETLRSKPEPSSSQQPESMIVPSPNLAPGTT
LPQNLHQQHLASAYVT                                                                
>Hmag_XP_002161194                                                              
MEVSYMNEISMFFQINNDLIAELNNSNDCTLPYSAVIGIVESESKTIRGCYNTAVDGVVQNILLKEHKTEWNSFTKECEP
HKCSSFRAGTNLSESISNISKKVKEQVASSLFKEIYSDQEKSLGAQTILRTGGKSVHITFGTPESDQRKIPYNEVEALAK
ESIRKKNCSQPLSLGDDVPKVELINTDLSEDSSIESDFDPGDWYHIEVSENPDTVIAKIPKDIFAGNVSLTATPCDISPN
VLQKVTNAILYQSGVDLKEVKSSQSTAYRKMKKENENISTIAKEDVKVAIDASLYPCIIHFEGKTSFELKNVKILKRDRM
AVLVNINGNSYLLGVPPLLSSTNFVAAENSLTFCKAYIGKPGIKRDNRSELAELVVSYLSPVTYKVRKTGAIHHARFSGK
SIYYLKLQLLSNQLAFVLENDKLKTEIRLITEFIVCFYTKWIDKVRILSTKQHVEPFSLVDKSDVKVHVCDVLKAENLKL
STIYDLYEPSPSSITQGVIDFVAGDRVRGMETVEEMLLIGTKLVGVGQIVLTDGKHISLKCPSQPGLRYILSSDSISDLI
EVEKHAGSIYKGFSIFFALISITFMSYWLYKWYRLYKIENSYNTLMYENTVENACSVCLYQPRSVVILPCGHVCSCKSCT
EQLSLCPICRTVIERYVPIYNS                                                          
>Hmag_XP_002164774                                                              



MATAHNISIDVCLSSTIGSRIVRGLDWKWGKQDGGEGHVGTIRSFESNEEVVVVWDNGSAANYRCSENYDLRILDSGPSG
IKHDGTICDGCRCQPIYGMRWVCADCNNYDLCSVCYHADRHQLRHRFYRIFAPNGNEVLMEPRKKAKKLISRGIFPGARV
TRGVDWHWEAQDGEAGRRGKVVDIQNWSATTPRSAAYVAWDTGAKNLYRIGFEGMVDLKCISDAKGSPFYRDHLPLLGEN
LTTSQSMTKHWKIGDFVRVDLDLDIVQTLQRGHGGWADGMVEAMGSIGVVFGFDEDRDVIVSYASGNKWIFNPSVLTCGI
SESDGPKKLAVGDIVQILNDQEQVSNLQIGHGEWTDVMVATLGKIGCVTKVYHDGDLKVEVNGTSWTYNPKCLKRISSRG
TNSASKILHFLESHSSKDPAELFIKAAAEGNVKNLEELCHFPNFDINVLYAGHTALQLACQNGKLESIKFLLQLNADVEV
EDIDGDKAVHHATFYDESRTFALLKEANADLNSRNKRRQTALHVAVNKGHIGNIKALLDAGVHVNLQDSEGDTALHDAIS
KKRDDIVELLLNSGTDISLSNNNGFNSLHHAALRGNVKAVQLILEKKDKPWIVNEQKDDGYCALHLASLNNHLEVAKLLI
KLGHANVNIQNTNLQTPLHLTVQKQHEEIVKLLVSEGANVNVQDKDGDSPLHEALRNHTLLRLKEMQSVKDVSKLLMGFG
SQDFTKTSSTSIACFLAEHGAQLACKNNKGQTPLDLCPDPGLCNALRQSYGQSIQKNKKMLETECVVCSDMPREVIFSPC
GHLVACSGCAPRIKKCLICKELVQSRQRIEECLVCSDKPASVLFQPCGHIPACSACSSLMKKCVQCRGTILKMVPSIDLC
GLKESSSSSLICNNDILLLEKQIQEMKEQTTCVVCLDRRKNMIFLCGHGSCQVCGDQLSECPMCRKLIEKKILLFC    
>Hmag_XP_002160573                                                              
MMWCFVSEPSGTIHELILPKGSRGIDCLEKIASRINLVEKDYFGLRYINPSNGVESWLNLRNRLLDQLYTGGGPHRIQLM
VKYFVNVQELQQPITRDLYYSTLVNHINHGKIDLKSIDKNIVAQIFALTAQVHVGDFNAEALPDYSVLYHLDEEWSLDFQ
KVVETEHLKLDSVTPSQAKIKFIQLVSELDLYGVESFHVHSMGDNPKELTLSVRHDGLRVYRANSCKEKNTETANLLKFI
TYDSISTVSYKGKRFTIVHGNGNTDHTHSSFLLKRNSAAISLFRTFTEYHSFFQCNTVKSSVIEKCSRNSFGRVFSVFFP
NSNKGKLFLFDVMCTRRQAYNQAWSVLHAPNKNRQSAFYHSDRSFNRKSVYSLSLADEIPANSSAKEQKNQESFFFINNE
DKLNRKEQWKSTVSHSNDINSLSLEELRDTVTDLIEKRMCQVCMDEEVSTAFCPCGHVVCCTECAAVCRECPLCRTQVTY
AQRVFFN                                                                         
>Hmag_XP_002157490                                                              
MHELERAKKVFTNEATEVARHMGWVKSVIFSEEKQEDLHWLLKVVLHTIEMAQSSGKLYVFMPEFYMENEFSDTLSKMAS
FLATSLCDDRLVNPDVCDTIIQGVATFVCYPQTLFAMENIPYSSQEKLMRCLMSAYDKRTWVHTTWILVRFWRGDGFGFR
HSTSPDLIPFGISDQAGTIRAFTQKPCPSRVYQKLMRNLCLEDESLSNDFLNGVLNQLNWAFSEFVGILQEIQQATARLD
SQLPETRQLRTCGICFDLTVGLLRVLEMVSTAVPEVFTDWQRSSAELTLTRLFQAVLQILNRVTASYKLFSTLSRLHATD
IERQDRYAVLAAVAGVLVTLLQRSSEDRKKLAVQKLLEEPSFQIESVAFLAGNPMQIGLTASPIFSFKKFKEVTEEECKE
IENLLQYLSEEHTTARMIKQDSVDADGLCTICYALPQSVKFVPCGHFSCRPCITRHLMNSTDCFFCKEVVVKIKDFNEA 
>Hmag_XP_002168292                                                              
MENIFNYNNNNNTFLPHDTHLQESTSALLNDLNEFKTLTSQNNTGSLDEHRALQLALELSMLGLTNEDEINFADMRTKKS
MNTTECVPVPSSEHVAEIVGRQGCKIKALRSKTNTYIKTPVRGEEPVFVVTGRKEDVHLAKREIMQAADHFSQIRASRRN
STSLSPIGPPSPTTPGHVTKQVRVPYRVVGLVVGPKGSTIKRIQQATNTYIVTPSRDKEPVFEVTGLPDNVDRAKREVEH
HIALRTGGIFDPTHPETNEHLLNGYSSSLFSPTGSTNSGGFSSLLDHNLPGHPHQRAQSMDSYNYLSGQSSNSSKFSDLG
GVSTVNSPFTNNSFLYDAVIPSPTADIDNLGQFDPAPGSPSPSIWPDMLRKGTLMNRTVGSQGYSHRSMSTSTYTNGERS
SPAHLRRLMSEGGNESYSVPSISYSQYNGSSSNIPSSSHDILSNGDLKISSDGESGSSTPDWLVNKGKQCYVCKGKNVVA
ALVPCGHNLFCMECAEQVKEADGECPACHKKIEARRQKHLEIKALRCQKLKQHRSIITVTDSDEVEELIDSDRPDEADNE
NDSEHELSPNDVLPVKAASRRRCINKQLGTLAFIPRDIIKI                                       
>Hmag_XP_002155288                                                              
MHDDNSCISDSDDSCINKTKRREVLLHKMKGQENIISNINITDSLVPYSSTDNESKDRQQRLRAEIGRETYMHGKKSRET
EPNNDTCDMCDSLFNELKGLHSEEEKSDIEYRKKLHMDDATHSMADLQKCLPTPHLTNRQSFYLRKLWTFKYSIYDSTKK
NTFCMMWDEVQGGRGGKMIKTNPIMLCETSCFANRKYGEMAAEKDDFSNVNLVSKKSSAELNQPQTEKPLHYTYLKEFRV
EQCSLFLQHKCTQHRPFSCFCWHFLNQKRRRPRKKKDGTFTYSPDVYCQQYNETTGECVNGDDCPFLHRVAGDVERRYHL
RYYKTSPCVYETDTRGYCVKNGPHCAFAHGPHDLRQPVYDIRELQIMDQEEKEDNSKQIVPEDPRWNDTNYVLSTYKTEP
CKKPPRLCRQGYACPQYHNNRDRRRSPRKYKYRSTPCPNVKHADEWGDPSTCENGDSCAYCHTRTEQQFHPEIYKSTKCN
DMQQTAQCPRGPFCAFAHIEQDQINAMEAAKGKNYELMQQNQQAAYSSTQNSPLPSPAGLPNNRPKRSASLSGPYAKIVE
GTISSMHNVVLSSSAPTYEKAPGSGRRSNSRDSDQCQSFFGPTMSQSSQGSEPRTPSKAMSAGAQSFYPEAAFTDETALD
NALLDAISNIDNTFDFDFPDNASVGSSLGGAGSTGGIGFNTSSFLEQFSNGTNPVSIPGTEMQHSFTSQHSQSPTSPNII
SGTNNSFYSNQTASRASYLRSPKNSQLGIYEMLQSPKFNSPSLASPLALSNSFDIQRSSDEIISLRSRLASWEESWNQAK
IACDAWKREASEQSDKAQSAEREKMQILIKLGEAEAEVRYLKLELERKNGGSCIHLLKQITDLDNLSILDLKQIYNQLKN
DTDRLEKIISKRESMKCILCEETPRCVVTYPCTHCVMCGTCAAQQVECPFCNQAISQKTTIFIPV               
>Hmag_XP_002159569                                                              
FMNGRTFYSKQMKVDFYKAKGEQKYDSSQKNPFGSQINLESLSLSVPKTKPSCSKIHVKNLHEDAGDSDLNNLFEQIGSI
TSFYVLRDNYGRSKGSGVIKFSNEEEASNAIRKMNGFIFMKKKLCVEFFECKNKNKKQPIPDLRMKNPFGFQLSMESQSL
SNSKKVFVKNLHEDACDSDLNYLFEQFRPIKCYVLKERNGRSKRSGVVEFSNEENAFDAIRLMNNFEYMSKELCVEPCKS
KNESKKDSISDPGIKDPYGSQSSLDSQSSINSKTQSLPLKIYVKSLHEDAQDSDLNNLFAEFRPIKCYVLKERNGRSKQS
GIVEFSNEEDTLNAIRKMNGFMYMSKQLCVEFGKSKSEAKDSIPDSRNKAKPSQKSGSSLDLSTRPVQKLKSSKKSRKNK
KLFKLRVENLDDDVNNDGLRRLFSPFGKIISAKVMTYNNGNSQGYGFVSYETNEEASKAISSMNGVQLSSKKSLVVAYSE
QKEKLNNVDGNKNEVERECCVCYGDLSTRIAFIPCGHTSVCDGCVTLLNNKCPICQRDFITFTKVYI             
>Hmag_XP_002168325                                                              
MATGCGDGAENCSPRDPVRSWFLKIHDTISMAVASRPNVDKKSFERAWREIEKVGKLCQNPKLTLKNSPPFMLDILPDTF
NHLKTIYHHYEDKIHVLNEFEYFKIYLVNLDCKCKLVIKLFRDSRDKIFDERDNSRRKLTKLSLIFSHMLADLKAMFPNG
VYIGNKFKITKADAAEFWNKAFGSKTIVSWKTFREHLQEVHPISSNIEAIALKTTIDFVVNEHVSIFEFDVFTRLFAPWF
SIIQNWNLLAVTHPGYLAFLTYDEVKESLSKFMQKPGSYIFRLSCTRLGQWAIGYVTPDGTILQTIPQHKTLMQALVDGA



RDGFYLYPNGNDTNPDLQPFLVEAAEQHIQVTEEQYEIYVEMGSTFQLCKICAENDKDTKIEPCGHLVCHLCLQHWQEGG
QGCPFCRSDIKGIESVVIDAYAPRFKQQQSMLEQNSLPKHTNQTSFKPVNETDQNQNNKKFINDCDNKTNETGTTTHRQV
PDSATSQSSLFSHTNKNDVLKNHNVVGAHATDKVLFLGSFKNSSNSSTNNPPVILSPPPVPDRAPTFEKIWSKAATPKGS
PRCSPHHSPNMSPNMSPHSSPKSKKKNLLDSTADAYPRKPKPYDGNLSSVKNLHSVETEIPPVPMRKKELLSQPDTVPPK
STNRHSFTENDKIKWNESNLKQTSPLRRAKSDDALDRSTEFDNVEPIPASSYDPELNIKQYDSIFNPDPFLFPKSNSFMT
SNKPLHSSLESRQDEEHVISESPTFTSSEEALDVSQLRTLEPASRTHDKKHQRSISDSEASSKKLSFQKSEGEMSVRKFS
ENPFHENTSKVVQKDPSLTIYGCSSDDFLDALNESIKSKETSTWRSDVSHCNNTLNEADKGYKEILGDNDLYNLNAKPSN
VTVPSASTLNSGANEQSPCFSQIKRITDTTDSDTSIATNKLLPPVPPHRKENVGEELHTSADNEFLTNTHSTEDNFQSLI
LQGYSPKAIKKALMISDNNYKIARNILKEFAPVKKN                                            
>Hmag_XP_002169167                                                              
MVIFQEFLGARGYNFQGILILLILRKTIFYIAASLHQNKLCEMRINTASLLAQLLKDRDNREEAIKQSIREMDLKRDKNI
QDYWFIQFQRLVDRRNFESNYMAIINSSRPEPQINENKCENDSIVNQDISKPHTVEENLCKEQDINEQWNEDNDILQHEY
NKSCNSNFYKELECVVCMDVMPEVIFLPCGHLCCCAKCCSSMSTCPLCRKEIANTSFMSVTSGRSC              
>Hmag_XP_002170842                                                              
FMNGCKMRSKQLSVDYYKDKVEQKNDLSKKNPFGSQLNLESQLLSSSKTQSLGSKIFVKCLHEDVNDSDLNHLFARFGSI
TSCYVLRDKNRRSKGSGVVKFSTEQEATDAIRKMNGTMFMTKTLCVEFFKCKKESVPELRIKASSSIKSASLLDLSTRSA
QSSTINPRSTKDSVKNDLKNCNLRIENLDDDVDDNGLYRLFSCFGKIKSAKVMTYNNGKSKGYGYVCYETNEEASKAISS
MNGVQLSSKETLVITYYEQRKNFNNVDGNKNEECCICYSILTTRIVFDPCGHSCVCDSCVTQIDDKCPLCRGNIIKYIKA
YI                                                                              
>Hmag_XP_002170225                                                              
FIPTIFILMTRKTQELYSLAFSKVAELVPHLSPLRIMTDYEQALMNTLEIQYPLAEISGCWFHYVNAVVNKCKHLALFGL
LKLQVHSDLKKWIRLLLCLSLLPPHHIQPTLGNLNPNLFVVSLSINDFAKCQSLMTYMETFWIGRIGSNKISVFGCPRRT
NSDQESFHASLLKRIKIAHPNIWLFIKLRKFAEVQQLDKVRLECGLQIRRRRKQKYVLNDRKIRVATENLANGRLTSLEF
LQSVSHCADALFNYQLGVSRINQPPELETVSSFTQVQIEPSQPNSIPPQDEAQQLNVSIQRDVAIMQNTDDVAIVQNTFQ
LGENLHSSTEIVGVTETLRVVDETNGTTCPVCLENTPNFAAVPCGHMVCTMCIPHLQLKCPRCRATVLMFIQTFA     
>Hmag_XP_002163269                                                              
MDDESKLDFMSRTKVSLTQNKIWCLVTQRDNVCFSFKFKEDAKGQDVMDEVCNKLGIVEKDYFGLQYTNSRGEIHWLNMR
NRISRQINKPEPFSLMFCVKFYVQPHQLLQESTRWQFFLNVKEDLLAGKYHEVNLPYLYALLSQAEAGDFCENHISYNPS
RCSHWLPEFRSEVIIEHCKLQGMSKEAAQFFLLKEVAESDDYGMEHHYVRLDSNNKPVFLGIGIDCLKLDKGNDLIERVP
FNCLRMATRSGKTVKLDICSSDIGDIVSIVYQLNSKDSAQALYRSITEHHAFYRCDSIRPAVKQQVARDFFDTFLSWLPS
DHMTEQNYIFDTERTCTEAYDHARRILYNFGSSAAATIHAKNDEDKTRELNELSEVECLRSQVIRLTNQVEQWKESFNCS
VCRDRIIDVVLECGHTICFDCSELCKNCPFCRNKIKNKTKFFLGLNHIVSTSEDNLLKENIELSNEIQPIQQLVP     
>Hmag_XP_002163164                                                              
MEITDDDVPDDNLDDSQKCIVCYGRPKNATIVHGSTGHVCCCLSCAYKLERRGDSCPICRAPIDRVIKHYTS        
>Hmag_XP_002168735                                                              
NKLCEMRINTASLLAQLLKDRDNREEAIKQSIREMDLKRDKNIQDYWFIQFQRLVDRRNFESNYMAIINSSRPEPQINEN
KCENDSIVNQDVSKPHTVEENLCKEQDINWNEDNDILQHEYNKSCNSNFYKELECVVCMDVMPEIIFLPCGHLCCCAKCC
SGMSTCPLCRKEIANTSFMSVTSGRSC                                                     
>Tadh_XP_002115775                                                              
MDSVWMTLAKDKEELKKEGILHRDNFLGNIILTNVLTEAVKNADFVFEAAVDDTDVKRSILDRISHMSRHDTIIASNTIR
LDINDLAQYAEYPERVIGLRFLYPVYCIPEVELTTTDCTAPYAVEKVKTLLTEIGKTLLPRSGSPLVLSPLQIEARVIAK
RNRIEETRRRALTTGETSDVKEKECAICMDKPRNCVFRPCNHMCSCIDCAKIVKKRSDGCPICRKRITEVLRVFQS    
>Tadh_XP_002112227                                                              
MANSVSPVGNIARGFFNRFQFGLSASTNNHDGLSNNLSSDEPLALWIDRKLVDKVTRILTKIVKLCQRPKMNLKNNPPYI
IDILTQIQHHILTVIQEQRGDLDKLNQIEYLTFYFGNLMKKCKYTTNLFKAAKEKIYDTRTIYRCTLNKMSLIFSHMLTE
LKAIFPSGQYNIDDYRIVDEGACQFWKESFRSRAIIPWTTFRDALERVHGQLSDHESISLKGTMDLTLNQHISIFEFDIF
SRLFQPWATIMHNWNSLAISHPGYAAFLTYDDAKNALEPFLDRPGSYIFRLSCTRLGQWAIAYVEESRNVVQTIPNNKPL
RQALIDGFNDGIYLYPAGNDANPDLTLDAPSSQQHMTVTKDQYDIYVNMGSTFELCKICAARNKDAYLEPCGHLMCEQCL
QRWQLKGGQECPFCRCRIVVINVNVVNTASI                                                 
>Tadh_XP_002115867                                                              
MLFYFFGSSNIIIYNQLWQQGSDRNTVFREGIGFTMGSGISSLSAVIAEDNTSRISSRNEGVYGCEICMAVFSTFKRKHQ
CCQCTKYFCCSCSLKHRNPTYRGHRCCLRCHAISGDQIDQSRVMLLKAKDLRKFLVTNNIPTRTSQSKLEMVELVISHLQ
DISNSELGIIRTPLFEDELEGSSSNNNRDILGNLNEDVNKPLPTEEIKNKDIKRRISLSDIRSENDIRLLSVRQLKQILV
TNFVDYKGCVEKWELIERVHRLYVSKVDTETKRNIPENKFSQDIGDRKSSNNYDSDLCKICMDAPITCVLLECGHMVTCT
KCGKRLAECPICRQYVVRAVHIFKA                                                       
>Tadh_XP_002111136                                                              
MASCDSATIPCNDNFHKKMDDNGSRELNEEIKKNRIVISDRDPFSYNGDRLVVKPNAELMQFLPPENVNGKELTALQVME
YLIDYISSRKLCNPLRADYVDCKGDPLEKLLSCDQFPVANLWDRLKMHLEVVPVANEQSVINVDWRSRQNSQAHYDNSLT
KEEIPDSTEVAKGSKPTLFSVLEKLKAQVQQQLDSVVGYETSTASEPEENDWSLEDTNYPTFELEPVTDSETDAPNSGYS
NSSSSDVVEVISSIKDERNSADNIGDDDPEIGEKDHWKCLYCQQLNNPIARNCAFCWKLRENWLPSDDDIAVDDTNDGTL
SLIPQDDDLELSTSANSSIDFSLRQESDSSGSESHIDSPVRSNNRNNRLKKEQRKKKHCKISRQLKRYKSASNKRLSTVD
GMCMICLSEPRSASIIHINEGIGHQVCCYNCAEKLRRRRKKCPICRRPIELIVQNFIG                      



>Tadh_XP_002110775                                                              
MDVVNAFIGLAAANIIGLYAVNRHRTIVYSHKRKCASENDFTAINEKIDKLLVALEAHENEIVSDSHDQECVACTVAKAS
TTTYPCGHNYLCRRCFIKTIQVAVAQRNLPLRCVMCRSVIETLKKPAKNSNFK                           
>Tadh_XP_002109956                                                              
MPLFKSKKQQEKNEEAKKKVQKRLYLAKESPEPLVDLSECELTEVPSGLYSTCNVLRKENLLLYCNKLRSLSGGGDLKNL
ATIRVLDLHDNQLTKIPEGIRHMQCLQILNLEKNKISTISNEIGQLVTLQTLNIKDNAVKVLTDDLAKLKSLRNLDLSGN
PISSLPKDVCKIKSLETITLSLDTLSYPPKDVAKQGTAAIMKFLCKDSADGIVEAKISGSNKRNIPFEDTNVEEKKRQER
LEIERQFLESQQEQSNLAAKVKKSQESLVNTLARENADIEGKLKFEQSKQTQLKKGLVDRLQTEEHHSSQAVASILETNE
RLRNKENILKSFEEERNAIEKLVKVTVEEEEKLRKQEVLATMNKLLREQRTLEMIRKDYESNKDISTRKALESSVTDDEK
IGSLIASQSQGKSAMIQHIANEETMQVMAFQALLFSKDAQNSRLAGEIMRLENELTTLSIEEANKRGNRQDTETISLALK
REETAALLKQLTEEQARRQDELKNRLTEMEQRRDNEIKDYWLIQYQRLLDEKPKILIEMEHELDDDVVIVLEKAGALDME
VMFARHKVRASELPDMDDERLRQSGSSYATPTATSDLSAECSICMDAPANVVFLDCGHVCTCLKCAEAMTHCPICRQLII
RKIRIFAT                                                                        
>Tadh_XP_002109227                                                              
MGILQSRPISQDEEANQGGNRLNKSNSGSGCYFGNHFVLGGERFETNQPEGFLFGNSNDLRFLGNHPTPFPYRVPKSNEP
NKALRSLIHVRKDSLKLSRCTETDRDQNNRYHLEFTFDADINCAIRIFYIAKEEISNGNLIYTPKSQNLASPKFYYEKGS
NQHFNQSRKHSINLHDLENDELTVSIPMGDKGNIVYPVVIQIDSDDNEDLVNHSQVTFATFEKLQGDIYTVKPLKQKQMV
DGIWFLIQEIYGIENKNIREDEETGDATGDQIDDASDDCVVCLSKKRNTIILPCRHLCLCSECAFRALLGIQAYRHKSEI
KNKQKSRNNRNGFEPTPLVEILNGSKATKSNGTRVTVIDSNCSTEPRFSSLTLIQSVEESTSADNIQTECLTESKIESAG
KKYSTTDSAILRSTSKISITVPPDKDTNYNETIFHNTSEVSEREELTNRGSSSETGKSKSKYRSTELKGDSRHRGKASEA
ISRRHSTDANLGTIDADSSWQAAAVTQVIAPLDITSENTNEGYSYKENIDNTEGAPSAIVTVHDSPRSYDVYVPTDETDY
NCSTRCTSVNCSTIDVASDGTSDTNSVDSVLSVQNNNLHCGRAVSAPARSKPTTIQIQSRNTGGGSSENLANVVCNIQNS
SKEPAIFAVGSNTFAIVNRILQDNIKFCYAVRC                                               
>Mlei_ML00061a                                                                  
EELDAKVLLFQNKNLSMKLEWLKSEVKELKSKNANLEKAKEMHDSTISTVGKFWERLENDALNLLSQFDDNPPSKDEAYS
EGVAMFLERLGADDGEGLEKGLAEKQQFTNSIISKLLELIEQSRQIWRANGELFGSADCDLEEIVKEENGQMRQEIERLQ
NKFLEITEKERNASLKVSSFEDTLRMKDSKIRDLQDQVSRLSYENEKAREQVERHKRRLSELIKQQQQLAHNITINNSTP
SDTKEEEEEAGNPSELQLLADERLKELQELQARFEHCVKELELVKLEQRIGKSESDTTLQNNFKTLQAQFTLLYNENEQV
KQQLEETKHLYTQRCQTHMLQLEQNEVEEDAAQKKMKQEVIAKEQALADIKKDYQVLRFKFQRYLAANEQTGPSNKEMRN
MIQSLQAHNTLLKNEVTRSKKRTSELAVQIAKCRDKQHCEDLQTFCQTELEGTEAMELVKELAVTEDKQKEEMNKKRIDE
LTSTIKDLQKQLKTSHENQKELKLLLDVFKGSVKESRSKVELLASEKRLQEEVSELTLNLRKKEKELDTAQKRAAGLSDD
EISAQLAAEKKINEQIKEELKEKTATSVALGEDVELLGNAFEDMQEQNVRLQQQLKEKDDANFKLMSEKIKADELLKLLR
EEKELLGEYTTQLKNQKDSQMALVRKIEERERQVQGSVTTLEKEIQLKQQALDLHKKEVSKYCLSYNELKASYDTLSAEV
TEIRKDIAEKTALLESEQFKGKRKEEDLLAYKRKLDRHKKDNPLSTTIDEVLEEEVRMYKQKLTCPVCNVRKKDAVLTKC
FHIFCFECMKLRYDTRQRKCPKCNAAFGASDFHRIYM                                           
>Mlei_ML006119a                                                                 
MDVRWDIVIAASSAGLCAGCAYLLHQRNSHYSAVSQATSFPTVSRLIDYLDENEINEIELISVTGKVFASGAAIPSKYLD
NLEGVLSEQQVVEHRSEWSSALQRWLDSESLISLATNQVPFSLTDGVNFISVFSPNLSYQSPTQIVYDKFEPKDETSAVR
HLVNYVVGSQVKGHQYLERLLPVETILTAIGTVKRTESSLSIEPPANGFPYLLSRQSLTEILQDLKGGTFTPKVFMVFFG
SISLGAIAYMAYQRYQSYLTRKKREALIREMESMRDSNSSQESCVVCLDNPRGTVLIPCGHVCVCLLCSEQVETCPVCRQ
DIDQIVRTYNA                                                                     
>Mlei_ML006122a                                                                 
MDEVFLDRLELFDIVQPLVKPPAHCLFSVVGKQSVKEILQNPRVICLSAFALYVGYKKYKRYQDRKRQEALKREMEEMSN
SGSGSSHATPESCVICMSNPIGTVVIPCGHVCMCLLCSKEVHKINYTCPICRENIAQIRKIYFP                
>Mlei_ML02551a                                                                  
MLAVTHTGYQAFLTYGEVKERLLKYTHKPGTYIFRLSCTRLGQWAIGYVTNEHEILQTIPQNKSLCEALILGAQEGYYLY
PDGKEQNPDLTVIQHEKQKKVIQVTEEEYEIYTSMGSTFQQCKICQENDKDVKLQPCAHLLCSECLFQWQEHDKSSSLTC
PFCRAQVKDYEHVEVDPFHGSVTTIQKSRKENKLSRTEGDGAGPSRAAPPVPGAPPIPDRRTSVKQQSSISPSRGQAPAP
PSIPRRPGEGDSLVPTRPPPLPPVNTMPVPKPPGPFQPPTVTSQPPPLPSNNVLHMSPIPPPILSAPPGTTQPPPSLPLT
QPPPLHNTPGNDSFSSSMSATNPFFSDVQALRSQDPPGFTGKQTFQFYLIYLIQAVFDYY                    
>Mlei_ML032517a                                                                 
MFETVCSSLVLVLTKLLNIPAQIWFNVCVLAEYYEFELENVKMILTLSVQLILSLFYHAYYYTVQIFLFIFQPILSLVEF
TIYLLHATFSVLIPGGLVTILIGLITFWKWYNPTQPHLSPTSPPPQTIQFTPPAPPSEPQTPEEELQEQLDTEREQKLCV
ICTVNTKCAVLLPCRHCCLCVECSEKVRCAEQPQCPLCRRGIDSVMQIYL                              
>Mlei_ML054410a                                                                 
MDSSLESDELSGDLSASRHIEIPSSSRSSTRESKRQLRIVESTETIRSTLSPELCSSLSFGPLSSTHDQTCFLQEVFPFL
YMQSEDEFNSEKPLNFNSLDLRLKQSISIPSSADQYKDNIIDMKKRAEVDGVLGPAVVRMDPGRSMGYFVYSQDKLDIEG
KSNFSTCCANTALTKGKWMYEVLLLSRGIMQLGWTTPSSFANFTTQEGVGDTENSFAFDGKRIKKWNKGAIDYGEEWNVG
DVIGCCIDLDIGEVSYYRNGVSLGVAFSNVKTGTNYAYFPAVSLSFEEHIRINFGDRPFNYKIEGFEPIQSYPAEELYCV
DKYLVSINNILKIHLNSAKQTNLYFNQISMAHIFDKVGHLLGNPYIIHSLIVPFITEKCQLPEKRAKFFEALTTFLDDWE
LNHFVDELFHTVALISYCCIYSNQPTQKIQLLQLAIDMLADPKFSDIIVNSPLFGHRFMLFLHFKGPDGQLLSSVVPHAW
WPGNEEHKDSFDNATKNIYGAIKQVEAMFAKMLDILISGRHLKKFLTYLNEFIQQILAVAVSLSNLRNIPIHQQAFMSNL



FLAISRSLAENTTHMSASKVFIKPAYYTTKNIQSDFSDLPRVGGNHGHLKKEHKEYLSNLEQGEVDDMSHILNNTALLFH
LGVYRRLLSADLFCREMTDHAAHLKAVQEKIKNCPADEKEVLEDLKQCEAVLEKDTITTSRMTAWIKTVILSENRMNDII
WMLRTLLRSVDVVEDAAFHFMPEFYMMAILNMYRALQECFPQKALIRHRQAPALFRELAHFFAKHICNPQIKSIDVRDHI
LQSSVIFVNYPQTLQALERLPEADCGSFMASIVANYGKTNYVHLSRMLIRFWKGHGFAYRDPPEYYNKRHEVLLPGVLAG
TAMYMSVYEIEPNPSVKYQNLFSTFLSQGENGAKFINIVFNQLNSCLTEFMNSRKEIRKNHNTYTSLVERSCLMWYDLTI
ILVRFLEMISALSPQVMIANPEAMAYDPTPEINMERLVQLVIQIMSRNKQLVMTEDFFIIQRFSTIDILKLNCAVTGIVV
HLYRNAPHLTEIFLKKLISERGFDMVVFQNFIKATVSVGQRRSRADFDYITSTEIVEVENLLSKIEELHRSMLVESRQST
IAEDDLCPICYDKPISAVFNPCGHRSCRACITMHLYNSKECFFCKTNIDNIRDIS                         
>Mlei_ML069135a                                                                 
MHSGRVAEPGVDKIPHNIEKALPSFSNLILCKGTMSAITKIEKSRIRFGISMQVLTFLNPQLQLATEKDHYLPGEQLTGK
IYLVAKESIRVSKLVAVVEGYNKVTWEEGRKSSRYSEEVKLFEERILVRTFNKPIPVGRYFFKFSYVVPEFLPSSFSLDS
CKRALKWEDIHMQEASVCYSMKAVLQKEDVSIGQEAVQPFLIHSTPEQTETRRKQDITEQIKTFGCFPRGYITVSVRLDK
DCYRHDDILGLTIEVTNMTPLVCKSIIAVLFRKLKVLANRSQRNIRTKEFMLEFEDVPSGERAVFKRDLDLSETDVLPTT
NSRNIKCNYVLAVRCEVPFATSIDATLSQNFHLHTDTPTFNPTRLDERPSSSFSSLSIPFKLTLNSGPTSLPAGVEIEFQ
CYKECFIQYFWGVQTNLLARITLSASSSTSNLPDNISNELSSHAMSVEDPVMFNPGKHLLKLGPDVGLNLGPPPRKTVPL
VVLCSLNPYCGSNFHSNSYSKCVPNSTVNSNTNSAPESSICNSNSPSDSNIAHLLTVLHIRDEHCTEPSQKLNELIGLQN
GQWLPLYRYYHSDETNLCVVCQEKQVSMILLPCRHACLCDSCSPHITHKCPMCRAFVTSVAVIKHSSGAHL         
>Mlei_ML073013a                                                                 
MNSKWYVSWLDVLEQREWLFLMKPFFQQFQNIEEGNTIGKEEIYNTLVNSQGAMEAQKKMQEDIRWADSMFVLVAYKTEP
CKRAARLCRQGYACPNYHNNKDRRRSPKIWKYRSTPCPLVKSNDEWGDPSVCEHQDSCGYCHTRTEQQFHPEIYKSTRCK
DMQQYLFCPRGPFCAFAHDDDEAQVVYDISDTQYPDTTSPPTSVSGIIGDKRSRSYTHTGLALEARARSGSNDSRIRSLS
LIDSLQNMSLAGQQPVPVHSAAPHVPPHPSNALPDNRNRSQSQGSGENANLAPDHRESSPRVAAQVLNEATKAATLAAVQ
HQQLAGFDSEHNNFYGNTSLPNDMSGVNGHYPGHITSGAHPEYNASHANFPAGGEPHNPAEYSMMLNGLINSSSVPDQRR
LKAEQAVLIQQHQQQEQQRVLVNDSLETLKAINKLTTSLVFNASKLPVNVLVHIRQQYARTLEELNSMLAVRKQMACIVC
VDRPRDALIHPCSHYVSCQECLKTHKYCPACNELIQRIYNVCI                                     
>Mlei_ML08505a                                                                  
MSEQQQLPDSLEITPDPVTPNDVEVQVPTSASPGPISTTSQGSDTPSLASGESLPSSSRPAAADAVMSPTGSGGSRLHRR
ISQINLEEPPTVLDWEEVSSEASDAINNVVSGIMERMRIERMFELRRIQHGDRAVSSGETAQQLEEFFARDQDSTIRAPR
SEGVQNELDQLSRNRSVGNLLNTRFRTLLENSLRAPPQTPTRAIPSTRSVPPPPPPPVHGVPPAPTAPAPPLAESTAARL
ERESVAARLSRDALQAAEQYEPPDFANRQFDYAISDVEELFQRRLVSDVLHSTFRNVLELHIEIHVMSIEMKEMKGMLKL
LVDTQMEMQRAIRQEVNAMMRTSTVEPAKPTKQVKEGTCVVCLEYACDTVLYRCGHLCCCFSCARALKVAGHHCPVCRAE
VSDILRIYRST                                                                     
>Mlei_ML097529a                                                                 
MPFWKRNNDRPSKRDIESMQDAKMSLAENLPAHVKIIDLSQIYLTEIPYGVLSVIKYQKKDCLIVKNNELKEIKGDLSSL
DELKKFDISFNQLKHIPKSISSCQALVHLNLDHNELKALPSILGSLQNLETLSACSNKITQIASEIGALRKLHSLLLKNN
EITKIPDNFAHCYRLVTLDLDVEKIVYPPAEVVMEGGRATVLWLCDENNVDKTAILGQSEIETATKFAEISAQEREAEEM
MLKRQENEAAEAAEMLAKIREEEEKLKQISDNTNTREELRKKRLQAKMKEEEEKETKKLSDYLKFMDDVKMMNIREALKE
VEDKDIDAERILAEVEAMFEEEKKRLKEFLAEDEAILKEYAANHKLDMSFIADEMGKILQEEQMMESFTRNAERELEKMF
DMVQRKEGQENAVHKKMAQSFEQDKKQMLQMILEDEDLQRKMFITAQQEQDKVYKALTTQIENIQDNLYLLTILEKNQKE
LDQQVLDDVRGQRAEMAGLLTQLMSKQEERRAELEEAARMIEQQCEDELANFWLYQYQMLMASKPAKILREEEEAIRAAS
KSAQLEKPVGDDEYQGPAVLPDAWNNTPSAPTEEDETATPSAPPSSAPAPALDRQNSRGRVQANAENECCICLDKQPNVA
FLPCGHVCCCAECGIVSICPMCRTQISTTVRLFFTQT                                           
>Mlei_ML25885a                                                                  
MGSVLALFRGPLNPPRNEETSQVQFPPRSGCYFGSYFIMGGEHFNTGRNDAYLFGEPNDLTFLNRRPAPFPYPAPAASEP
SKTLQSLVNIRRDSVKLVKPPCCCPCNQCSCHGNYTLEFVLDSDVPCVVRVLSAVKEDAIHSSLRDSSLKHFNFPAGIGQ
QFSEPDLVFSPTEFPHSMFKWNNNLADPIPLVIHVSVEADYQDHAHFVFCMFEKSADSVFSVKVLKQKQNIDGISFILQE
IYGMESKGSSDKSVGNGECVVCLNAPRDTMILPCRHLCLCYTCAEDVRFKSNVCLMCRQPFRALLRIEALQRVSTDESDG
KTDSDEMFERVDLVEYKCTSSLDSHSRRASETSLQVEAGPSKLDSTEDIRLVSRPSEADALVTKRTLSDTVAVDSVGVEV
STSEQGSSVLRGEEEEEGPEPTECDRLVCVPCSTTSTGTDAGTYTGTDTGSGTDTGTVSGTDVGSGTGYGTDTGTVSGIG
TGSGTGAGYGTDTGTVSCTDAGSGTGAGTGSRTSAGTGTDAGSGTGSGTVCGTDTGSVTDTGSGTDAGSGTDRGSDTGSS
NDMCKYWFLGYSYWYWFLVLYWK                                                         
>Mlei_ML26791a                                                                  
AVQFLVEHEGLVDIKKEDGFSALHLAALNNHKSVAEIMIKDGNCDINIRNGRLQTPLILAVSQGHTAIVELLVEYDCEVD
ARDEEGDTALHLALVRQSVSTDSSASDTMTRIRTHLGMESSDGNTGEAIACFLAQAGASLIIANNKNKTPLDLCADPKLR
TILQEYSRKFRERVEESETPVGVSAPDVLCTLCEEAKANLEFGPCGHVIMCAKCGERIKKCLECKQIVESRKIIDNDPQV
CMICSNDTAEVVFQPCGHKVSCSACARRTKKCIACKSVISKKTGLKKCKSSTSESEIAGGEASPGTGEEQNCGICLENPK
NVAFMCGHRVCDKCAPQLRDCPMCRVKITHTIRLY                                             
>Mlei_ML311617a                                                                 
MSVYHPQLAYCVVQFLEKDSTLTEIVIKGLLKFWPKTHSPKEVMFLNELEEILDVIEPHEFRKIMRPLFQQLARCVSSPH
FQVAERALYFWNNDYIMTLISDNADVILPIMFGALYKNSKSHWNKTIHGLIYNALKLFMEMNQRLFDECTVRYKDERQRE
RAKMKEREEAWAALEQAAIANADKIKGQIPSANNQYTSALDNEDLDGVDPEALAETIKSLPEKGQTEDAEPVEAAVQRDL
TRRKSFLPVDFETRKALIQHQQHKGEVPKEEEETKVVEKEDSVAADVSRVTSTLSGWWCSGIYPDLLRKRSGFGFPDPPI



LEECTKVICLCNLLRSTQLNDREIVIEDVHPSEPVIRTATAKIFDKSNFLPPKNSLLSIKSEKDIQNLNVKELKDILSNY
CVDYKGCIEKSELQRKVTNLYVERQNNRARISDEECCKICWDATIDCVLLECGHLVCCLFCSKKFKECPICRQYITRVVH
TFRG                                                                            
>Ocar_g2015_t1                                                                  
MMMILSTNGPQNYHSQQNSRTDDSDYDDVDDPRRDIRNRVDSFKHWPSFGLAITKELAQEGFSYTGIRDQVCCYGCGILV
DGWKSPYKPFKRHAKASPNCAFVVAFEKAESRKEGATETPPEDRPGDSLVARFDTFKGWPTSCPVSPEELAQAGFYYHKG
KEDTVECYVCHVVLKHWKVGDTACGEHRRYSPYCPLITGSLPTASSKSPPSAHASSPPSKPSHYFTDEQKRRETFANWPR
TVPVGIGDLAEAGFLYTGRGDEVRCFECGVSVQRWVPGDVPIHEHIKASPDCTFAQSLLKKNDIRESVKSPEPTGERMNT
YDERIATFETWPAHLKLSPHRLANAGFYYGGQKDKVTCYSCGGRLQGWEWGDDPWTEHKKHFSNCNLVREHFGASAAEES
YDEPWHQLKERGFNDQYNEEPFPLLAAPARHPPQLGEEEERRGGGERMGSYQERFATFDNFPKPFNVSPRRLAKAGFFYS
GRKDKVTCFSCGGQLQRWERGDDPWTEHRDRFPHCNLVREHFGGAIVDESYDEPWHQPVQLPFVESNNGLPHQQAPLEQQ
PIDFVSKAIEMGFTREKVLRVAERHAGVEQGFDAFVSALMDEPDQQQVPAEVWPIAPSMDVADRFLCKVCMEREANALFL
PCAHVVCCCHCGSNLQNCPICRKPIQSKIQTYFS                                              
>Ocar_g2547_t1                                                                  
MAQIESDAQVCSTLGIVETDYFGLTFTAYIDERGTENWLNLRNNVVKQVGKRNPYFFDLKVKFFVNPTQLLQEETRLQIF
YNLKQQLRDGHFRFDNDGELARAVALVAHIEEGPRNFGGVLYGNYYPDSVTNDATMDDLITTERLALQHIHSTAVAVGEF
LRLMANHQDYGTEIHRLEPDSCGEAPTEIRVGINDIHMYNAKGQKETLFSLWDVTYAKYNGKRFHVLCRGSRYGALFGVN
ARRKHVFKMETKESARRLNRAVTERHIFYARATIDYKEKPHYATMWDALRSTVNPKVKECAKVYSFDVSRTSREAFLAAW
KCLRERAPKGVVTGKAWEKMEEEEEAKASTSQLECRVCMDRELDSVFCPCGHAVCCMSCANSCAICPICRAMISTTQRLY
LPSKAV                                                                          
>Ocar_g2832_t1                                                                  
MGQYFSRNNANVEEAGGAGSAYRYPSPLGAYFGSRFQLGNEWFDTTEPESYLFGDNHDLNFLGRRPSQFPYPAPSVGEPT
KTIRSLINIRKDTLKLVRNSSNKYHLQFVFDSDVKCTAKIYVFAVEDTENGHLKYGIFSIHGYKSKQSKWSPPCFSFKRG
SGQVFVETDGYAITPDKWNQEDLSFNRDKPVHYPLVIHMEAANEEDRGHSHSLIASIEKSSDGCYTLKPVKQKQMIDGCL
FILQEIYGLENKDKKSKLYSDGDDDIDEENEDNISQNGIECVICMGEPKDTLFLPCRHLCVCHECAESLREQSSSCPICR
QPFKALLCIEALKRNTPGLNSQDGHRKFPKYISAPLIEALDSCSGPGAISSASPLSMDSSQVKENAESEDDHVVMRFRHE
YLSSTYPHTLKYCTSWLTFETANGSLTKNCREGEKKETSSDYRESSVSPAVTNDGNQRHKCLRIVWSAHAKNTVPIGSKM
MQLCRLSSTSCGQKGEHMKHGLFSNGGHIYTKALVGYQLKNRESFA                                  
>Ocar_g4531_t1                                                                  
MVSLTASYNMEMAMERGGGGGTLEDGVALQLALELSRLNVSNHEGQPGGNAGSGGGGNAVVAMNGSMSDAALFDDPRALP
RVKSNNTTECVAVPSSEHVAEIVGRQGCKIKALRAKTNTYIKTPVRGEDPVFVVTGRREDVAMAKREILAAAEHFSQIRA
TRKASTSQSPPLTSPSFGSNPSGFGGENQVTIKVRVPYRVVGLVVGPKGATIKRIQQLTNTYIITPSRDKEPCFEVTGTP
ENAEIAKREIESYIALRTGGSVDGSSDDADYPMSPVSDFNGPLTPDPIYTSAAHHFSTIREAQMNNRPNHFSRGDPSGGG
NGGGVANGVFFRSKSPPMPSSSSTGPSQNFGAFPPPLNRYKASSSSSGLHGLDDGGGFAVNGFDSAFDPLQSRPASIWSY
GSNRSGFGSENSAFGPPRRTPHHALDDSVQPPSMISRGGGNGAGRLTFNRAVSEPFGQGLMGLMQPAQSMLGPGSGMGFL
PDMHGGVAKSGSQASGSAGTSSGGSSRQSPTSAENGRVSSVSQKECSGCNGRQIVAALVPCGHNLWCMECAESIRDDQQV
CPVCQKDVASVLRIINN                                                               
>Ocar_g7412_t1                                                                  
MKDIMWGRVTEIQDWTSSSPRSAGYVVWDVGTKNLYRVGFEGMSDLKCVDHVKGGSYFRDHLSLLGDIVGPVESPVQIGD
NVKVDLDMEIVQSLQHGHGGWTDGMAETLGVLGTVVGIDEDRDVVVTYPSGNRWTFNPAIVTRVAPPGGSRSSQRHRMAL
HESGIPQASSTAVAMRQNRVGRWASSSPAPESNLVASNVQVGDVTLGKVGKVVQIYDDGDLKVEVFGQAWTYNPLAVTKL
VVDGTNLPSSAEPLSVVLKKMFETHISDDPAEDLVKAAATGDIDAVEEALQNPSITVDSPFAGVCAIHAACQNGYKSLVD
FLLRKGADVEIEDKDGDRAIHHACFGDEPDIVDLLADAGADLNVRNSHKKGAFHIAVGLGHIAVIKVLLKQKCHTSRQDG
DGDTPLHEAITKRKDEAVSLLVDAKADLEVTNNNGFNPIHHAALRGNSSYVLXALTKVSFFSAMRLVLTKMTRSWLVNEK
KDDGYSALHLAALNNHFEVAELLIGIGKANRDIQNSNLETPLHLAVERQHLQLVKLLVRTGAKVNIPDRDGDTPFHGALR
HHTLSQLKQLTDTQNVDKLLIGVGTSSDKKSGASIAMFLAQNGAEVHIKNKKGQDPLDLCADPNLVRSLRRTAQEMSSLW
QSDEEMHRVQSRHRKVCVFSYLLRKQSVLEGLSDPDFSLQPDDSEVEVLQQQLQDIKDQTQCPVCMDRRKNIIFLCGHGT
CQVCGDRMRECPICRKAINQRILLF                                                       
>Ocar_g8915_t1                                                                  
MKQTSMAGSARDYSHERDRLLSFRHWPSWSSLKPKDLAADGFFYTGIRERVSCFACDAIIESRKEGDDPRRRHRKVSPNC
PMVKVSDSDERRDDNVGADDMTVERNRLASFGKGWPASCPVNPVELAKAGFFFTGRGDMVECHVCHLVLKLWEKGDSPRQ
EHIRYSPLCPFITGESEAKPRERKKEDEEPPLRTPPPEPYLRDKLRRLQTFDNWPRTAPVSPQDLAEAGFYYTKRRDAVR
CFLCQVCVEQWVPGDIPVQEHVKHSPNCEFAQSVLRVKDREEPLIIPDPGNDRLKTYAERLATFRHWPPSCPVSAASLAE
AGFFSTGRGDQVRCFSCSGGLRGWERGDDALGEHKRHFPTCQFVTEHFGENQESSYDEPWHQPRSLASPEPSNYVERAVE
MGFNCNLARQISSGSYPDFEHFVEAMIQANPSSPPAAVSTSSWPSPIPSAPPESMEIDEEVKQLRESRLCKVCMEHQADV
LFLPCAHILVCSNCAEGLRECPICRSTIESKIKSYFA                                           
>Aque_XP_003388827                                                              
MDHVIINGLFADIQSNDQLLLSSLMDQYNESDQSYTSIPQESTNISNTNTSLLNSFCESFNDLLSPLIDDVKSFAQAPPT
SHQALESFPFDWYKDINTINEYIVSFVPTFINRFLEEIDKIINSLLIKMKEDAVLTNGCINNKMKSSAKIKTKAQEGNEI
VAMLHQKSIKIYSYWVDHIVLSIDNQLNDFLNSGSIALTNILNWEKITITEESDKGGLLTSVIYLPAQCLDDDHDGIMSQ
ETSLQMIFDVQYVAFTITPSGWKEDWVLLGMLRMYNGQLLSSVKYSSSSIGSVGGAAYDEKHVVLPLSSSLPRLSLLPAK
MSTEVATRPLMENNSALQTALELSMLNLTNSPLPGGVGDGTAEGANGGYIVPGGTMAEGLVDCPLSRAIPRSLNVTHCVA



VPSSEHVAEIVGRQGCKIKALRAKTNTYIKTPVRGEEPVFVITGRPEDVSSAKREVLAAADHFTQIRAAKTNPARSPSSS
PSVSGGSPESATTNGGPAGTAPDKVAVYVKVPYRVVGLVVGPKGATIKRIQQITNTHIVTPSRDKEPCFEVSGKPEDVER
AKKEIESYIAMRTGGCHDSDSDTEVYGSIMSPSIDNTASPLTPPTSSLTRKLSESSASKLMQQFSPRSSASPPAPTTSGP
VYGVEILDNGYTTSSQWIEPATRSPLSSAVFGGNIKDAFSRSNSFNSSEGGPFSFGTPPLSAPVSVPNNKMFDFTAFREI
LKEDPPSPTYSCSSNSSDGLGVTSPKLPIKHSVMTSRICCVCHDKEVVAALVPCGHNLFCASCAHISAVLSGSCPVCATP
VKSMLRLH                                                                        
>Aque_XP_003387884                                                              
MAFAAERREKRNLLIDSMAGVGTRVVRGPDWKWGKQDGGEGRVGTLRSYETHEEVMVIWDAGTAANYRCASHFDLRILDN
SITGVHHETYSCNGCQSTSIYGIRWECMECPTINLCSLCYHGDKHSLRHQFYRISTPSSKKVSVPVRKKSKKISSRGIFP
GARVVRGLDWNWDDQDGGEGHKGKVTKIESWNGASPRSAASVVWDHGVENLYRIGFEGMVDVKVVTEAKGYTYYRDHLPL
VGEEIQVPEGYYEVGDNVCVDSDPDTVRYLQHGHGGWAESMREVIGVVGVISGIDDDGDIVVQYPSGSRWTFNPVALKKV
DNYLPGDVVKVHSDREYVKRQQQGHGDWVESMTMTLGQVGRVIEVIQSGDIIAEVCGTNWTFSPAVLTRLDTEGAPLTPG
TSQNVSVMLRQVFESHQASNPVEELFKAAASGDIGRVEEVLSQGLCTVDESFDGQTPLHIACQNGYRDVVRFLINKGANP
EEEDKDGDQAIHFATIGDEPDIIELLASHGVDLNTRNRRQQTPLHIAVTKGYNIVIECLLKHNCHPSLQDAGGDTPLHDA
ISKKRDDITELLLVGGADITVTNSNGFNCLHHASKDNQLINYYMYFVLXLLVEEDANVNIPDRYGDTPLHCAIRQHTLTQ
LKELKESPQDVSKVMLSSSQKKTSSSVAIFLASHGADFSLTNSSNQRPLDLCSDPSLIKTLQKCQEEHHSKENGASDVHI
NKCMKCHSLDRDVLFSPCGHIAVCSICSAGVTSCSLCDATITSKTKIDECLVCSQRLADVLFKPCLHMVACESCAIVMKK
CVHCRAQVDETVSRIVCQGGKATKRKSFSKVGVVSPEPPSNLSALQQQLQVLREKNLCAVCMDRRKNCVFLCGHGTCQLC
ADKLTECPICRKPVEKKIITFD                                                          
>Aque_XP_003387857                                                              
MLEEEETKAPPKTCSFFKKSNRRGGGARKRQKEESSDEDDSDEESAVIRKERAQKKSLLTTTSGLSSKNKTAKTSSKKNG
DNDSNDEEEEEKAKKLKSIFTYESSRTQESEGPTDGGATATLETETLHDRDARAIFERSKAMNETLKGKKSDNLYRGQNN
YTKYVEARDSAQMNAANKKGPIRAPTFLRATTRWDYQPDICKDYKETGTCGFGDTCKFLHDRGDYKSGWELEKEWENSKE
EITEFEINDDDEADDLPFACYICRGDFKDPIVTRCRHYFCESCALNQYRQTTRCAVCNRNTGGIFNPAKEMVAKLSKSEQ
SKVRIKDPDEDL                                                                    
>Aque_XP_003386868                                                              
MASKLPKTLKIQTERRLSMESACSLCCHETKEWVISPCDHHICLTCAARLRVLCDTKECPVCRENNEKVIVVEKRQSFVS
IPSQKKLYDRKSGFLFESRELYAAFESLKIPRCIKCEEGGGTKRDEGGIGRGHEIGRPRFTNMKSLQDHLRKDHNLSMCD
ICVSNLKLFPHEYRLYTREQLARHRREGDPDDSAYKGHPLCQFCDERFLDTETLFFHLKNKHFWCHICEADGSQDYYASY
AELRVHFRQSHYLCSEGPCRYEKFTTVFRTKLDFQAHKAKEHCKGLSKAEAKQLRQVDVGFVYSKAPEEVEGMPPVSQRQ
YHHTRQKRTSSKEIDDIETAKALSLTEQKKDTNSARSNSEENSPDQQIKDTHPLSNSCPIVRNTSLPSFSTVKISVEEPP
NEWPLLDTDIKTQSKPSPPPHLLSSIPVAPPPGLTLTASKPPPGFNPSPPIAGPSNLKTEFDIFEMAQKILGNNKKKVNH
FRKWSGQYLLGDLTASDYYGHCSDIFGSAWTEFGLQLVETLPDPIKRAELHSLFDRDKKPTTVPPGAVKPPPGLSVTQQP
PSLRSKNKKAKHLQADLSDSRPWHSATQRSKVSLTEDEFPSLQNTGSKGPDAVTALSGWNVKVAVK              
>Aque_XP_003385858                                                              
MSGCCSSWQCESCGRELLHWNKKNCSACEGVFCLRCIQGVDPKQCAKCTIFNSSFIQRQQLENLSVNDLKFYFEDNQLPI
PSVRSKELLIEELLINQAKVLSQRALESQEILQDPSVLGELYFLPSRRANPSASSSLPHVSSEVGNPNKTVQEPSPKEAK
PSFVPGLVTNITDLTSPDQIDLLPVKILKIILQRNCINYKGCVEKEELKDRVKRLWKAREKAKALEDKIAGDLDAENEFL
CKICMDEPVDCVLLECGHMLSCVKCGRKLSECPVCRQFVSRVVHAFKV                                
>Aque_XP_003385264                                                              
MSHINIVQFLLSVGANCEEADNDAITVRERVLKVIEETEECMTRLKQRNRSESVVEASLFPRRSVNMLRQESAPSCSVET
LLEWQATKLNKLQTVLSLLTTPTEKLYCLLNIWKNKLLLLLFFFSSLLQSGVVSPDVLLDDVPVLAQVCDDGLYGFAKAL
LDHGAKVCLNGSTSQIPVLAAASNGNVPLLKLLMEYGADINAKSTDTLSTPLHEAAAINSADTVKYLLSIGADKGNTNHA
GELPFDCTNDPEIRKLLAIGSNRLLVAAMEDDTAAITELINDESISVDTEFYHNGYTALHQSSDNGNSDTVKLLINLGAD
VNKKGGMFSQSPLHIASCMNHIDIAKILIENGAKLDIKDSEGKVPFEVATTNQMRKVLVEARKAPSLLSPPPSSQDRSSS
NGQYCLICMDNPINTIILPCGHQTFCKECVTQITQCALDRQPIREVVPIFR                             
>Aque_XP_003384766                                                              
MSCHGVSTGTISNLRTYLVRRLDGAEQDYTVDKKCNGSELLDKACKSLGLMEKDYFGLQYTDKNGDHLWVNLRNPLAEQL
PPNSIKPALEMRVKYFVQPQKLIQPITRVLFYKHIRKELILGRLKVNSAKGARLTALIAQVDLGDFASGFNYRHKIPCST
SEMDNYDTRIRREHHKLIGMSPDIAIEKFLNEAASLEHYGVEMYHVVSGGRIKLIAGVGPTCILVLSPQLDVFERYSYSA
IHYTAFHGRKFTAMAQSADEGPAQQIEYELKSRGAAQALYRSVTEFHTFFQQDKVSSVVKNAGYCKSIIGSFKNQSPDRF
YFDVTKTHKEVVNYLWPILNPNSHSSRPLPPPLPSSGFPTTSMMSLASQRSTRSLPNHPPPHRHHPRAQPNMPRSVSSDN
TTFRRVQPPPPFLPPATPPRNTPTGSRRGSHEMPRPPLSPFDPYASSVDSESTYNSGAESDTYVCMRSTGSYMRNGSDTY
APGGSDYSRTGSDTYAPGGSDYSRTGSDTYAPGGSETYINSGTSDISCNSMDRAPSPPPSYSEVDPNSEVPSPPPRPFTL
NPTSFTMTGVLQSGADHSTEHHIFNFDTQDVLSRTRELENELQRLRTAMTCRVCRTQPLGATFCPCGHTICCYSCAVRLR
QCWQCDVPITNVQKMVLA                                                              
>Aque_XP_003384537                                                              
MGGRLSRRVEVFSPEVNSNHPYTYPPREGQQYFSNHYHLGSRKFETGDPEHFLFSDLSDVNYMTSPPGAFPYKQPARKKP
VECLSSFLNLHKESVKLVRPEGDSSQYTIEFLFDSDVPCQISIFFSLLDVSTMEGLRHGQTTSAVTKVSQSYVYDKGLEQ
NFSQLSFVFNPSRWMEEKLTYNPEEGQNLFPVSILLETQSTSDSDYQSLLTLCKLDRSASNPDSFTIKVLKQKVLIDSME
YLLHDIFGLENKAVPKNAEDEDSDDDDSDDDDIEFGAECVICYTDVRDTILLPCRHFCICSSCAGDLRYQASNCPICRSP
FQALLQIQALQELPPDNKPDDDEITDNPELYSVPGYMTVSLMQAVNGYPRIKRNKDHSTATDVPLSTGDEDEEEEDDMNT



REGASLPIGLTDTVIILEENGISLDTHSPTGEKGVEAMPKEETGNDEEGEVEGTFETVIEMNGETKGLRITASIEDDSNP
NTPDQSLKRNSSNSTSRSGGSSSQNSMDSFSSHDVLISPDK                                       
>Aque_XP_003384347                                                              
MDVKIGVRVVRGPDWKWGQQDGGEGYVGTVVEVRTADTTPASSEDGGSSLVTPRAVLVQWDNGSRCNYRCGIDGKYDLLL
YDNAPAAVRHPNITCDSCRQNGIEGLRYKCVNCFDFDLCFSCYMSSKHSMEHKFILQEAPEAPFVNLPLRCDSSRLVAKG
LFKDAEVTRGYDWLWGDQDGGIGNIGHLVTIKGWEKDTFRSVAEVEWKKGGKKNVYRVGHKGKVDIKAITPGEYGYYFPD
HLPVLGKKIQEKDIYDTKATPAGKGSDGGIAAGDQVRVQLDVDVFKALQEGHGGWNDDMAQLIEQMGTVHNVLDSGDIRV
RYPNNRTWTLNPASLTKVTQFAVGDVIKIIDDIALVHDLQEDHGGWVDDMALTLGQAGRVVRVFPSGDLRVSVNGRSWTF
NPLCMNAAPDENPPEAPPDTDNGLLDGLGGGVDIETQLRLLTLLENPAVVVAAAAANDTNALREFLVKHPSEVNAKAAGK
AALHCAAVAGHIEIIKCLLEFKANLEIEDEDGDRPLHLCAYGDEEEAAQLLIDNGADVNARSKRGMTALNLSAIKGHTSI
LKVLIRDQNIDLSAADSEGNTPLHCAVLAQKLEAIVLLLDAGGDPSLVNFRLFTPLHEAARIGFLPGVDLFIKRNPECVN
LKKDDGLTPLHLACLNNHLDVATTIAECEACDIDSVANDESTPLHYAVHQGHVRVVERLIGFGAKLNVQDHDGDTPLHMA
MVRQTDGALGSDTPQLKKLNDSIEVSEEATDRVSILQACFLIQQGADPYILNHKGNAPLSICSPEKAVSITQFIDDKDKY
PSTFHGSLKRVQPTTHPLAILPAPQTPSNGHSATANDTSPAPVKATPPVLPPVPSSSFIECIICEKEVTLRLLPCRHEVL
CTECTQRAKKCPECKVKLEGIEEISPKCLMCEEEVATVTLEPCQHKFCPDCCKRMKRCSECRKTIEKKIGLSESLMFIDH
AHQLIISIADTSTTDTAVISPVGAGPPGSSAPISATSPSICEICCENPRNTVLTCGHQFCSNCSQKVDQCPICRKVIMHR
IQLFQ                                                                           
>Mbre_XP_001749861                                                              
MNEEPDEALTPAVGTREHRQDFVPRRPTRSMMQRSAVSSKAAEGLQHLLEASTTDSEVSIFHAPASSTHKLARQKQAAMH
EQLVELLNLPAGIADDLSMVVSVPKLPQVLHAVANCLYHTDAETCAIHQHRGRLGSSWPMLHLSNLSPDIMQGEDATINE
RTGFVVCKQHFPTITCDTAVATGQWMFEVTILTAGVIQIGWALPGSEYTVTTGVGDNREHVLAGKARGQDDAVDKISALR
AACDVAVVQSWMQLVAKHASAAASLVPRLLATSDVHGLWRHLVRDLCVNSQHRLLEVVLRELSLQCPAFLDWEENKLQYL
HVVLALFELEPEVTRAWLLRDEHAPFFFICKLSTGIEYEDVLGEPWDPTSSVAASELYQARIEALHVRINQAHELRTTLL
TKVIEQASTNALLRPMLTQWLGQLQRGRHPASVGVLMALAGYLENNGLAKPAQWVEANLPDGIFVNHDPSGIPVTRVGGR
PGSILTDLNQEVAEGQRASLPDGVAPSFAAELWEHMVRLFSTAMPVLLRPFKTLNVEVTIAIETVQAAARLAAEHPDSQM
QQNALQKQISHCRKTVGRAVVGSLALLGNWRRSRLQRVLHGLGVVISRVCAKKLHRLLPLYYVEALMELLTGLHSEPVLL
TDADAFVPYMIRNNQIDALLHGARALFELTVAGAVPQPDLHTMLVNHVRHLMGQPRYVDAFGTDKATQTTLLRAVMSHFE
GNSWVSSTEILQRIFGHDTFAYDVCQQMVTLPSHETPFDTTSPALQHTLGEVLRGEVSMVETEFTAKFLNHFLNQANWTL
AEFYQMAEDLRTQADPQAHNREQQQQDGKFRRCVLLYELLMALLRTMEGMCRVCPSICTASTPSARTTQIRVLEIALHIL
DRALNTHHHEFLTSKLLTNTCIREPLVCAVTGALMSLAEASPDTVTATAQSPQLSPELMTQLEQFYTEFAERLDAGSGER
LATYLSALRRKHLQHCQEQQRIQRERQESGLLSSDDDDEDLCPICYATPQEVTFEPCGHRSCEMCIQRHLLNSTKCFFCN
EPVKSARAMLEQDYGERTWNELLDRQDLPGRVQLSLVPVEQIAGRRIPELLPPAALPMGNVGTPVSLIKQAIRESRMPPS
LLRQLRLDFTRTKARKFGSVPPPVGRGLTTSRTAAAPPPVPASTSATASAPPGAAPVVVNPGQTARSHLKKQLRVLAGLA
QSQKRDIDGVHDEHLAAATQQTLREANRFDGPDVTDRHMEEWDRHMAIHPETARERDKERLFEQDVSNPWDKAGADALVW
HNDAYYWDKMKGDFEEETADDYEYVLMMFCRCGQE                                             
>Mbre_XP_001749812                                                              
MPSSPEALNSEGSAKCPVCLDVLAEGVYTDCRHGFCFECLRESLSRNRACPVCRRRVSRVLLSERENEGGVTVENFCEAT
ATLHSLEAAADVRPAGLASAHGADVAAHDPSTAAEAHRPPLRLSARRVLEAGGRRFDPVTDLAERRAQVSEHAEPVVEDQ
AEDQDALLTTIMRLSQRLAEATGENERLAAERQRLQDTLVAERQLHQERLDAQRQQTQDLRRQLQRLDRDHATALDELHT
QIADLSKLNKDLCAQLRVARMGQPAPAAGSSRLAPSAAHSANERPPLSTHAKVKACVTARGFARFVGVSRMKAANLPLAG
PSFSVGVSQARNPFAKRAVSLFGPREPDVAADVENDDNDSVQLRRVASSEQQFAAIVQPPGRAPRAKRHRAIEMDSLQPT
CCSQDSKKSNHTSGESRARAEPERDRDQERSREIKRSRREIKREREIKRSRREIKRSRDQEERSRERERDQEIKRDQEIK
KRSRERERERERERDQERDQEREREREREREIKREIKRERERERERERERSRSRAMSP                      
>Mbre_XP_001748346                                                              
MATLLLTPSCLLLLLRGKRVGDCFRMCEKKQRRPASPLAYHSLLIHTSRHITHTHTHTHAAMSVSPLRRWCAKSSASSHS
SSTASSRSNSLDPTTPLLATGSLPDLVAALSLTCNEGVDFHDPDTCGIGRTRQGSLRRRASDNADDYRARHDDSSLNTRS
HSHSHSQCLSILSHACSDQEEDLDRASCDSGLGQCYPVSTPTSQRPSLSNALAAKPSGGISDSSQAEEVLSEDQTGSHRT
STFAPAASAPPWPSSPALVDTSVPDPLVSTDTQAVDYATQVVPALGIYSRHPSLVANRDDSPRASLIANPFIMNGTPLLA
PVANLATRPTMASPHSAPASAPGSGQPNTGHTMTKQAPSPPAATISPEERLARARRHRDAASRATLAGRWAEAEAAWRDA
YKLFSGLPDRSETLLHIRVELAKALIQQKKINNAIFELRQTRALAKNTVGSADERYRLCLLHLAQAHHCAFTSRHGDVTH
ALRAVSLLSEYTSARIEPATRTPAQCQEMAQAYLLMAHLHRLLSDAREERRALRHALENVVQSPLRRDEKLLHTIQSRLR
KLSQPLVPTSGGQDAVSVCSAESHGSHSSRGSRGSAGKVFDQCTVCLDQAPQVRFNPCGHACACHTCAKQLYQCPLCRAD
VFERKTLRQQSRATLSKPLS                                                            
>Mbre_XP_001748342                                                              
MASALPCDARRTITCDSCMLELCLNCAAAGADLPTIIRNEDEEVREQTNFMFECENCARVSCGSCVYENRLRQDLSIDAC
SKCGRFICSDCAQFDPVMHSDVLPRCLSCAESFCHECLRECAIVCKRPGTAQDPDVLCSIACVWCRTDECPCCMQRLSRK
EQQRLRLIRKRQPELVLSAPDTFVFTHRSDHRNGGRWGAKNVRVTWSSTEQADAYERLIDDQAAAAAEIVASLLLKEAEA
AKEGTTTSKKKKKSKKQANKSKAVPEATSATAAADSTNNADNLGTSAAPANEDSPPSPSVMDVPAAPESTSVKDVPIASA
TDVADSADVSHAVQATEAPVSKVSKILNPARTAFTALEMPRAAKKVKNTNSFAALLGDSDSENEEDAANQVDDLAASSEA
VHAEAPGDKAPNTQPGNSETPADDSVAPVAGANTDTQVKPKNKVKNKTKNKNKAKAKAEALVESPAGERSPSPSPISDKK
LSQPQDQASPASPPATATSASAPGPASASAIRHAMDPESTNATQVLEAAMEDKDLEALTQAINVAEAQGLDTKSARKLAK
RLSKAAELDILLFDLAAEAMEADPRDGPLNFSLLSQIKQAIKRLSDTSRKTVYCLNDDALSDFRDSLEHLAPELVDDLDD



ALLEQMEGAETEATPPKTRTPHVEASSPVQTSDSPAAVASAPTPHQLASETPAAHAMPKAAAAPGASLGSNGQLEAKPQS
VNSSSAANSAQERLYLSWSNVSSTKGKKKLIAFLREHNLLHFKTALLKAGIDLQTLLNLPEDKWHAQGILSFAALSRLRT
AAGRSDVAPNSLSEALCRFCGENPVGVSAQPCNCLCACRSCVLEYSAHTCPHCRAPVETWLDLDSETRPIIELRKEVRGL
PSPGLRLPN                                                                       
>Mbre_XP_001746547                                                              
MRILCFLSLCCLSLSLSVSLSVSVSGSLSLSLSLSLSPVSVSLSLSLSLSLCLCLSVSVSISVSLSLSRSLSLRNIMMEG
SILFYPAERSSQGTSNAASDLSDSTAPLSPRPESPSLTGLSQQNRTDPVAESRSPLASFSQTTSNEASWGQAMHRMLLQR
QRLDPVSRRMRACVRSMLHDIPNAVTEYDCLFRQPVVADGSVAGVPLTQICFYTTPRRGFDMPGLLGIEEMIEDDEKHWR
PLLESIVDSASPMHPFGPVLISIIIDAAPLPSMNCVSTYITPTLDRLVAAANNPATVCLVWAGLADRLPGRVAELLLSEQ
ALSFLKTHLEVRDERLLMNTHVALLACEMFARTKATQVKLTKAGLPETCARDSGMNFVLEPRDTFFFFLCVCVCVCVCVC
VCVCVCVCVCVCVCVCVCLCAALEEQHYRMDASTSDDRLETAFLKVQIGFNAAWLLDNVLPLPSREYATKRVDLKTVNVM
LDYKDATAATVSTRQSGTWYYEVLLLTDGIMQVGWASQQCRYQAAEGFGIGDDEFSFSFDGARQLLWHDAQPQACPLRRW
RKGDVVGCYVDVERQMMRFSVGGAHTEWMRLPETIDASYGLYPAISLMTAQHVSFNFGHRPYRHLDPILGDKVISLNRIH
HGNERIVSRLEALDERNRELEDDLLVDLCTICYANVPDVIHRPCDHAGFCLTCSLQVESCPLCRRSIETRDPQSSTSHSE
EPAMLPQ                                                                         
>Mbre_XP_001746358                                                              
MCVPFTLSLSLSLSLSLSLSLSLVLLHRLEHERPDSHDAEKACTNPIMANYTAPGWASAFHGLTHYDEHLKVYSNTSGAN
LELNETYLDSLGVFAAPFVALAALLFLVDLGIMIAAACCCCRRQVTSMGCFNLIRGLIVIACIIGIVASLGGLYPSMELA
SVVERSISDCQDLHESYIEAKQDLTENRDDVSSVAQSITSLAQTLEEAGADERVVNECRAEAQSVANVASQLQRVLNECP
NLNLNPYYHDAREADHYRRIGEYSWTGLTTLWVLLFFSIIFVRRPGVFKAVMGFSLLVLLLAGILAGAFFAATVGYADVC
VAPVDLIAANVDNENVNYYLYCNGSLSPYESYYEQIDQTFAQANATLAQVAAYIERNGSSAAKAQLAKAETQYFTLVQDV
ATTESQISCSTFYARYVDLLDNVCKSGGSWFMYTAVAKALLFLSAILAITFALLGCKWFKLSRKERLWVEGEEAARPLLD
MLTRPLLHSTMLSNASSIAFTASINDAEANLCSYCYDRKVNRSFRPCGHVACAECATTIKNRNSGCPQCRALIEDVTPIF
L                                                                               
>Mbre_XP_001745002                                                              
MAAREAAAEALAPERRWEWHAESNPPPWPEEPIVAHNATPRVPTEDPPQDVRSAASWISTVFWGAALALLGWTIMGILAG
NGAFRVNLAFAAGQEARARATEEQRQHAVRQRADQQVDLPVRPILTPEQLGLRVFHPCGIDLDVLTLPDVASRERLNLHF
SNANEHIQSDPRWQEALHTRSTLGGPAQGAEGLTGSNTAPIHEIEDPGPGVLLLALLVTPRWEGAVAQHGVSALLLQLER
PSAGEAWALVGTQVRLNNGHLLLPQRTFAGTDEQVCIICLDEPARVIFRPCHHLCCCAACAPYAQGGCPMCRQPIEGQVT
LNLPTSPAQT                                                                      
>Mbre_XP_001744891                                                              
MAQPQPPEQWACPACTLLNNVLLPRCTLCGAARPASINAKRPASSLDRLQAPSRKISRNKPKLSTASSQPQSPDTSAAAK
GAGSGANTTAVATGAASASKNRPKSGSKASVKAGKTGTKANPTQRRGSDRFGTQRDGTPTYRALHHLYEQGRSATEQIRA
PFEHGPWPKVIGECIVQGIANRSGRGLLSAGDALRFSYSLPDKRHSHHGTVTFGRDHELGTLSTQASLWLGPLLAAGAVR
LTGTAIYLKNPEKLSFSDTIDISITIYGSPVAFLQRPDEAFAGNVATEGLEVTIITRAWQACFTNCGFIDANAHGGPALR
RPSTADAATDSTQADETADRDGAQDEEGEENNDLQFICEQLGLDQTLMPTLEPHACVKSTLRPYQKQALWWLVSREQLSA
SARDTGRERQLHPLWQEMRFASGDAFFWKQAGGRVSVYFPHASQQARGGILADAMGLGKTVQSLALVATQPAPPSFIASH
HDSAASNASSAEPLLGAPTQRARDSLSLDEFLDARPTRRSSDGSEAASAVGNALASSNTSGIPGSKATLIVCPVSLLSQW
EEEVHQHLEGMKVLPYHAQRSTVTPALIWTEYDVVLTTYGVVTSEHMQHLRGQTSLLFGTHFWRIILDEGHMIRNRNTAG
ARACHELSARNRWVLTGTPIQNRLEDVYSLIRFLRVEPYAHFSYWRQHVQEPFERDEDAGISALQKILAPLLLRRTKHTK
DETGSPIVQLPSSSVEVLMLEFSSAEREFYDAIFQRSKNKFDEFQAAGKVLNNYANILELLLRLRQACDHPFLTLRNMTQ
EEEAAREDKRLRTQARQGVFSDIDTLVAKFMSDSRQGNASLRADHVATMAEDLRYLLQRSSHGASAQQNQETKATEQAPP
ECSVCLDTIDEPVVTPCAHYGCRVCMENAVDNFHECPLCRKPLQRSSLFRIQAPDPDVESAATAPPNEDDRQHWLSSSKL
KALLADLDAATQQPDRPKVIVFSQWTSMLDLIEVFLMTLRTGGVGLNLTAASHVILVDPWWSPAVEAQAIDRVHRIGQDK
PVTIKRYIMRDSIEERILALQKRKRALVHSALTRNATERQAERMSDLKLLFGQF                          
>Mbre_XP_001744562                                                              
MRAIAHATPTTDIVRITMVIFLLDRAEPDLSLRLACYGQPFVIMAARALLLRNQEHSPWYILRQALVYPLLATYLLPVMH
AVNLDTPIQVVAATLLQHEFLAQKVIEVLDDNRLDFQQFVLEMAELVADHAVRVWHDIQGTLTLVLTSAGRHYWQARYRE
YMHGDALTYDRQPYFDVSRHGECCVCSDRRVDVVVLPCQHVCACSLCLHHLNVRHQGPEPAGCPYCRQPIDQLAPLRAQV
PQA                                                                             
>Mbre_XP_001743802                                                              
MAATSPPSMMATPEPDERRLMSALLQRMQKDLVFELRVITHQQPVKGEQKQRARRRIERFLLRQLGEEPVSESSYSSSST
ATSGQVPTGDPSSDTSGHDWIVTPLHDDDGDGEEASMMADEELLSEEEVDEEDTTGLYEPRREVATDTAIAAAQLNQENP
IHHLVGYDGSGASTTDPEPAAAENVEDAGAIESGAASAEDDVLIAAPTPREERAQRLAELDLLRQRGGLVRALLQRPNFV
SAISNSLAQPAGSTRVPGPRPQANHRAADAEVSVEPEQRPDASPLPLRRIVLSQSDAWDSDASDAEAEPEAFTQPASQAA
ANPQPMSNQPRAQSPPEGEPSVRAPMPPRIMRLNAPLFNANVRPQRETVEGGGNMSSEELQRALYRRRQQRHRDRAAQAA
QAPSPAQTPQRPAQDQTQAPLHAASPAAGIPDHVHAHAPQGHVHAHPHAHPHAPTHVQTEGATPVPPPVSSSSASMAATI
ADLQAQVAALTDLMQASLRLQADVRRCVRQEVSSALARVGDPTSLQFERPAVRGAAHGSNCVVCMEESADTIMYRCGHLC
ACLSCATALMPASQVLTCPNLAALYHQERELSCPVCRSPILDIMQVYLP                               
>Mbre_XP_001742368                                                              
MGKHLCRARPGLFVGLLLAALALCVRTTEDEAGSNTRRLELDTQVGEQPEVTSSKVAAPSELSLCEQSFLSTFIPCQEER
LKSTFQGETANADPSHARTFALCLVHCVKQFAACAGGHSLPSLDRIVQVIKIDAQRRELDPRTLYEMGLFQSTPLDVVSP



ALPGCSPSPWHPDPTARHQTAAASSMFFHQAAPADVRRMIRAANDRKLQTAREAGRDILVRRADADALALLTAYRKVVNQ
QRVDDMRAAIQADGQEALVVDEVFEVDIYFEIVMPIVPWLFSASRQNTTKNEEDASITLQPAAPVSHEQSVADSRLPSVP
ELLHKVQDTQSQLMMARDEMQAMDRGREQLEQQLRAREGMVASLEKRCTKLAQQARDRSETVEQLEGVVRDRKQQLHERG
QEVARCQALVSQLRRDLAQKDQLLQDALRATDELQSRLDVGGLVHAFPTTGTLSLDRLQAQRTELHEALHKTEDLILQAK
LAEKVKQVVRHFETERQEEQACRICLHHQINVALQPCGHLAVCQQCAELLPDALCPMCRAVVESTVDVYYA         
>Sros_PTSG_01960                                                                
MMTRTLLLAAAVAVLGAAIMLGRDGFVWRHHQQHQHQLQQEQQHEPKQDAPGGVAWTWIAAMVVCVAAAWWWAVFGRQQG
QLLRGEAQVVGDGTPRQQHLPLQQRVAAFLFGRHNRVGTAIAAARERAAQHNARALDELAASRARGDWSTNTTTVASDVL
LAGIVDGASICTSSSTGRKHLHLQGCARPNTVICVLRGRVDPRQAVAFLRAAEHGQHSQGQHEKQGQPQQPVQPQLLPVL
NMGSPPAGYARISQHYVASVGSATNEADDGSATSLPQSPTNQHRFSLQFVDNVEAPTETYTCVISSGAKEKSTGSETDSS
TDDDRASTSSSHDEGEDVEGEVGIRGGGGGGGGGGGGDGNQLARSNDSRDGSQCRSAISTTDAVDESAGQGSACGVVPFV
CTLEAVSHTQPSSPSTPAQQDDLGEEEGDGEDEEPQIDAVERKLRVVDAVLVDEENRVRAVHAAIDQTREGSCLICWGAP
ATVIFLPCRHQVCCAECAHDATTTAGKSCPACRRAIAGCIHTAEK*                                  
>Sros_PTSG_03239                                                                
MDSAVLEYCFGDVSPYDTSTPSFATTERIVQAKIPRVPEAPAHEEMTKERLGPAGVGFTVFSLGAYTPRTRQFTCVEAVR
AFPSIRSDVAVCAGKWMFEVVIVTTPETIQLGWCSPACRFTASDGVGDSRDSYAYDGMRRRKWNVGSRKYGEHWVQGDVI
GCCIDLDQGTISYYRNGRDLGVAFDKVRVGHRLAYCAGVSVAHGGMVFVNVGQAPFHYPVAGHSPLQAPPTSAIHRARTI
FDMLLKVEEAPRRFADAMGADAEMDAIMATAALVDALGPLLSDEHVVQTVVIDTFFKWLAADQEERIATVLESIVQVLGD
RHAEEFLITLLLRLSVTTLKTSVTEGAVQYIKLARIVLENPTLYKIHVQQFNGDMAYCCMVLALFLDRHVSSDDAHRMFP
HYNALHHLAEGEGVDMSLPKRYAEAADEVDRERGALIGLGLDKLGPDATVDDWKQNTVLPMLWELLQKASEPSLFVQSLS
LPAPVMMGVFFGLVSHLMQDDLFASGDVAWMDLAEARNFFAAVRGPSLGGERLGGSLDFVRAEYKKRSDAGELPPLPERS
DSAGVSRKVFLMLMLTMVLSAMMKDLRGVLEDARWARLIADAAFKFEAAMRPQQHQGDGGDGAGDGDETTPPQPASEEQQ
QQQQEQEQPQSEERDDWAPAVFDPWSKDDREEADLLTQPERWGRDVKMLMCRRALRLGTQRQHKLLVFTEQLLNMLQGLE
EGKALGLVSLSFGFAVQHMMFMMGLATAEMHLSATSRHCLLFLRDEHGRRVATRMLQVFSSWLVSDQVVNPSMRSCDWSC
ATVTHTHDMCELLCSERDLLLLFLRNLMLSVTEEVQPLGRVIVILSSMLGAHGLGGEAVVRVRDGLVRDEAGLPPPPLAE
AWQATCKAERELVGKFVAAALEQPNWASSELWQRLSAIKEELAKQFAGPRLVADVQRSRLLYSALGSVLQLFEFLARTCP
SIFDESLPHPDNALRTVQVAEIALHIIDRLFLTDTFADIVASCVGLAECSVPGLVLCSLSIVTALATMSDKNMERVSENS
LLTEAVLTSLDDRLHASNSPLQRVSAEDRAEVLGVVERLRSLAAEQAKKKARRQLTDSTSSDDGDLCPICYAHTIEVKFI
PCEHTSCRLCISRHLQSNSDCFFCKAKVERLEDIGEADTSVDANNTGSTTAKRRRSSSD*                    
>Sros_PTSG_03975                                                                
MPSPWDPVVIAPPAPPTPLDWEMPTTPTPASSVMSTSFALQMLSALRSAVSFGGDVTPSSLVSFYHSWRHLKADATSVDV
PTQGAFDPDEQEYYTSLLIIAGLFVVAFLLVALWAVFCMCRAYRRNSNDSSSSSESSNNSEGISQKRSRRIKIACLTCGL
VAIATAAACIYPNVSMNGMVSNTVAGLERLVNRYNAAFLRVTNLGTQATDTLVTAHNLQGDLDDARQGVQQALEDVVTNT
TSLQSLLSSVVQAVPSFEFDTFYSDAERFNRYRSIAEFGLIGLMVLVMALSLAALVCGTFCQRISATVICILLLLIVMAV
VGAESAATVGISDMCMQPSAFLIHHFAEGDEYVQYYLLCDRPNPSQQAIDQTEQAVGDGLLAAQRVLNYTRQHAPQYEYE
AASLHQDLLDIQQQLPGVVGRIDCSAFWEQYTRVVDGVCDPATTNLSIIAALRLASCALFLVVLVLASCTLQHEQSQQQQ
QQEPQPQPQPQPQPREGGREHTTTGRPEGDHPRRVRRIGTDHTGSSTTDPSPSDNSGMNEEHQNGGDDSQNTIPPPTGVP
HNHINQHPGTGPGGRTSRTRITTTNPTNPHDPPSTLVEPLLIWTRNNGRGRITNDSDSDASDSAASSNNSSPGPISTISI
TSFPSSFILDSPRPLQPPPAPVPTHPIPSAPPIEVPVSTTNSTDTTTTTLSTEGGQGGDDGESDSLCHICCDRDVSVQLT
CRHWLCSECSIRIARLNGRCPYCRAPITIDFGALDVEHAPTQDMLLNAGVQGSREDDNGTNTTRTDDDDDDDDSNNYLLC
KICYEQ*                                                                         
>Sros_PTSG_03976                                                                
MIEGASVTKSWSTVPFYNRGPCFSASYCLCPKINASSLEVQPSAPPPHSSLAFSPPLLQHEEAPEAHSKIHSYSTGGQGG
ELAPSSLVRFFHSWLHLKSDFAPVDVPTQGAFNPQNEEYYTSLVIIAGIFLAASVLGIIAVLIVLCCNCSRRWDRTNSYY
TQLRRFRKLKIAAVTLGISAILLMVACIYANVETTDAVTDTISHVERLDNKYNKALTSVSNLGSDATDPLNMAQRLQRDL
ASAPQDVQRALQDIVSGTQTFQSSLSSVVRSAPTFEFDSFYSDARTYNHYRSIAEFGLVAFAVFALILLLVALACRSYCQ
LITSIIISAICLVILSAVVGIESAAAVGVSDVCMKPTTFLIHQFAEDDAYVSYYLFCNTTSPFQPDINQAQSEAQEGVLA
AQLVVNYTRENAPQFQSAAIALQQGLNDLQQQLPKVAASVDCATFWPTYKRVIDGVCNPMTTNLAILSASRLAGCILFLV
VLVLVSYASLHFGLPSVRDPEEAGGLISDENNVQPLLFFHQVQYRSTSTDDNNSSSSTRTRRRNNDNSNNNTTGGGEGGG
PSAPPIEVDGGDGNDDDDDEDLLCKICVARPVNIRLNCGHCICSQCVEEISDTCPWCRDVITSRDRLIFP*         
>Sros_PTSG_04947                                                                
MSNTYPGVPASSSSSFASTSLSPLQHSRTATAKTTNTTSRATPTPPPPRLSASPEALAATFPSKKASHIVEARSYRRAAV
KCLQQSDAISAAHNYNKALGLLRSGSHSLSEEVSMLVDLARTLLKSNHVDEAEPHIRRAHNIISNSDQQPSFSAKLRWSC
SFLYGKVSLKRRQHSLAVSLLKDAKRLCREAGDDDAETLRITNITLAQAVCARAQVAQCQPVELVMALDAVKAYLATFQP
TDTTQEAAGKRAQAYHVRAMLHRHMSEDEEERKWLHETLVLNEEHGVLSQDKADAIKARFMHLCAATGNGSGQPRDDDGD
DLRLYNNYGRPYSHSHPRHSHPHHSNGYGNSNGVAHAASSRFAAFDGYADDRHRSGSNASADMVAESAAHVRRSLAPRFT
FAAFDEPRSSSTPASSSSTPMDTLLHGSPHSPASSATSLASHSASRPTQHHSGRLGHFAHPNPHVYALAHADEAHGIRAS
SVPVTRSSSPSPRGQPGSQRKRSLHNFPRSCASHTCIHSPELHSPRRVQSSANLSPSMGSQQLSSMSTAELRRLQSMHHA
AVRDIQDAIVTAEKRSAYADGKAMVINCKVCLENKVSVCSMPCRHACLCASCAEQITECPVCREPVQSTMSIFL*     
>Sros_PTSG_05550                                                                
MMTMRRNGLVVRGVVLWLWLCCCGAPSVLVLVGGQDDNGRDGKVGGEGPSPAGNAASSQDCEATFLAGFEQCDSEHNQIY
TDEDERQQQAAAFARCVVDLTTEFVDCTGGDFSLLDKMIAGIKERAMTDPIPAELVQFKATLVQKDTPADLKQVIEEVNR



KKRGRAEAAVRRRLVHKAEANTLAILMAYKKVITRVRSEDVLSSIRDDSESTQQFDNVYQKLSEPTTGATGKDGTTPATS
SFTTPSSLSLFFSSPAAAVATSLAAVAAAVIFGRWTATAHAPPRPEHRDDDDRKAATKAEKQRHEQQLASERRQHKRELE
QLQHLLSSAQQKEEAATRTNKTQERELQRLRGKIDQLQANLKGKAEAANKLEATVTAHNATIRANEETISRLKGEVKKLN
SRMQQQDKKLVEEKEISTRLTKQNESLSAQLLLVQRDTSVTALKRRIEHLRHALQQTQDLLVIAQVKEKIRQASARLQVA
SPMLQQLCKSCMERPVTVAADPCGHACLCRVCATDAQSCPVCNEPVKRQIFLVF*                         
>Sros_PTSG_05822                                                                
MGQVLAQQGGARNAADNNNNGGRRRGGNSGVYFGENFTLAGQEFQSMTPESFLFGDMADLNFLSQISGTMPRVPPQVKHT
NTLRALVNVHKNSIRLVRHANSDGPMDEYHLVFNFDADCDCTVKIHLFAEEVLSSSFLDFRPYSTGHVQLKDDTQHFKAG
LTQTYGEPSHALKGLHQVSQGDLDYTINDGKLFFPLVIEVCADPSSLASSSTKHCQVTYCAFEKGDDENAPITVRVVAQK
VHIDGTTYLLREIYGLEQKEDSNGNGDGDGDATAGGAAFSDADSDDETDHDCVVCMSSPMDTMVLPCRHLCLCNDCAEVL
RFQSSKCPICRAAFHSVLRLQVAKRVEDLSEEQLEEHADGQEDTPAGYCAVPIVEALHSRPSTSGGGSGYLTVAAADGDD
GDDGDGGGRGASRASSSSMSSRQLEESTGHGDGSVTTATTALTAATIDEISGGGGNGSEQVELLDMSRGDDGVHTRASTD
SSSSSSSSSLTRTTINVQPSPSSSPSRQREHTEVHTTGGGGGGGGGGGGQRGPASAPLAPSSSSSSSSSSSAAPPRLPPL
HHTPAHLPDLPMSHTHAPLPAVALDHGNDPDDDDDDDGDDGDDDGDGGVSTPGQRADRNRSNDVEMLEMHSAQQRQ*   
>Sros_PTSG_05960                                                                
MDVAEDVAGWDEAMFVHKLDNLLRCPICLLGIRDASMCPSQHIFCDACLRRSVSIQRRCPVCKDFLTESRIQPARFVRHM
VDKLEVYCDNKHDGCAETTTIERRTQHLSRCLFKKVECPNDGCAVLLRAHEVEAHREVCPMETVHCENKCCRSRIRRMDV
ASHSCYDSLAAKWEQERKELEVAHRERERQLEERFERRLREMEDRLLACVHAALSAAGCGTIMSDVAVDKQMAEANGIRW
ESQRKLFLPINGPRILLSTPFSSGVATWRWRMSGNSSFEFGVVADCIETDINNALHTRGQTGFASASTCGSSLPCTLSID
SGSVVEFRCCATTGDAVCYIGQRRVFQAKVDVHRSARTYSGLRLAATLWHGTRMERLPLSPTELVVHPPLSSAARTSAIN
NAAPGSHVLNRDDGGGSRDGDEDNNDDADGDDDARADDDYDDDDDDDDDDDDDDDDDDDDELDVNVEDDEAIGPVLLYGD
RVMDEDDDCEHVTAHAECIICTSCLTCSGYGARCCVSGPRRPPDVAGQECGCGPGRSGCLRCGRCDTCIRTRAPRNPIAV
AAWRSLHPHR*                                                                     
>Sros_PTSG_08310                                                                
MATTQQQVGSGSVPRTSSSSSLSGGRQRAGSVQGGPPAFMLTADPPSSVEELEVTALRVQNHKLAVKLHGLTKDLKRARD
DITKREETDLIVRTCLRTLARHFDELDLEAREKASQPKAASKHNAPWLMLWTMPLKPTHQKDEAAPADSADLARYKLLAD
EVVVMRGAKVEAMRQQVMQLDTALHELRAERVSEAYVRRLPLVQEITEANTRLAAENTALNQRIAEVQEQLTAAQSARTA
ECRSFQDAITRLQADTKKQLKDIEDELVAVRSERDELKLRPDASSGAADPASTSKESESLVQSLQTQLKQQQGELTRLRE
QRETMMPHVLLKCQGVLNLDFGVVLHRSGAGVFHEVQSSDVPDAIKTLVADESKSAQEKIDVLMKELASSKANENALMEE
VEVTGQSFDDIQEQNGRLIKQLKEKEARDLRHLEERLRSSRVCATLTEEKQALERKMDADRALRKAEEEHVRRVRDGDRK
ARADLEDVTRRFVELERQHEHTRAALAKHEQEAAAAHAQMAQTQQQVEQLQASVKEEVGKKATAEAQLTTAKEELKLLAD
KCAKLQTGSADEILEAQYEELKKKLTCPACCTRQKDTILLKCYHMFCETCVRNRLETRQRKCPQCSRQFGANDFHRAYLT
*                                                                               
>Sros_PTSG_09361                                                                
MKLQWSAHVPPTLQSVRMMSLAEITQRLQNGSKPLLAAVLGKLEPDGKPLRVHDQDVMAWKNTVYEHSSARTSGIWSAKR
SKLSQQESVCNMVFRDHSSSAQVEGGSWELPYQVTNNNFQPANVGVVAALFSSVAGRSIVGYETVDETVPVGLNVLGIGE
FYLTSRGLMMRTSGRGVSLFTRDTLQDVINSAQARASLWRVMLLLCATLGTLCVVAIVRSELRRLHTQQERARQMARIMQ
ARAQQQHAVRQHRAQQQERRQVLRQHRAQQEQAARDSDEANESPTNCNVCLDNACDTVIVPCGHMCMCSMCADRLLDLPR
SQHRCPVCRTHVDNIIPVFRS*                                                          
>Sros_PTSG_09506                                                                
MATRPTGFDKAKERAKQWLKDRFQRTDLFTCEPGAVDARTTSRIEKATRKLLTLCSNKRLKLKNSPPYLQGILFDTNDFF
RRIFSLNTLDTLRDCPYLNLAVRKYLIHCRIATKLFRDAGEEMESEDSEYRRQLNKYTLVFSHMLADLQAVYKDGHLDAD
FTIVKIDAREFWHRQFGKRLVVPWSELVPIMQAELGLSEKEGPALQHTMDITENNHVSWFEFDVFTRLFQPWSQLINNWY
VLALNHPAYKAFITYDEVEAILRHHLHRPGSYVYRLSCTRLGQWAIGFVTRAGKIVQTIPQNKSLYQALLDGVEERLYLY
PDGKNVQLDLKRMISDAPQNRVQVTKEEYDIYCNMDSTFELCKICNANLKSVRMEPCGHLMCNDCLQKWTQTSKKDPPCP
FCRKPVLSVENIVVDPFDPIADDDDNGHDDVDHADDDDDDDDGGGVNADDLDLLKDLYPSHRCPSAPPPPISPPLSPTSS
RNRRLPPLPRVSASQGASRRPSEGMSSTEPVVDPSRLRRLVEMGFARDQSEKALRIAKNDLDMATNILLSFTN*      
>Sros_PTSG_12089                                                                
MESMHTSPPPPQAHEQGQDQAQATAMETPSQSPCQDEGHNNDSGSPLPKQSKTLAQEDEDTEAGRRAAMDEEQEQEEEYQ
DHDPEFLQEEHEDDEEEEDNEDYAHQEGYRHDVVGARGPGTVRMSSPELLHRLVMHGKTSQMFELRFVMHQHRVTAADEA
RRVVQANLQRRLASASEEHDEDEDDERLSTASAPISAAHHDGAGGDEDADTLLHTMPQSRHSSQPSTSSSDWAFDLFQEL
LLSNSGSNNGSSGGSAYGGDSPVGSLSSSPGTVRRHAGSGDDGSETDTGSEDGTSELASIFGGTVHGAVTPQTHAQMAEA
DRTARLNDVAAMATQSRVREVLTGERRAALEALFAAPEPSPLSSSSSSSTTTTTRRGPPPPVRPRVRRTVNPQQQQSTAA
HAEEEEEDGSDDDGASGNPELAELRGQGVVSRMLRRRFFITNVNASLATASHNLGPQRYDVWRQITHTINSRRGGSQQPQ
PAQTSQQQPQQPQQQPQQQPQRQQRPPLPLPQSRPQPEEHQRQAAATPAHRGGDDGHAGSGVRAPIPQQRNVRLQDAHAR
APQRRPGARNTEMTHELSQLLASHLVQNMLQGNFRTVLELHLRNARLRRQNQADQATPRTRTAWRPRQQQQQQQQEQQQQ
QQQQPAEPVRRPSPAAGGGSAALLARRVDDLTRQMADLVALVQTTYQSQLTMERSLRQEVAAALHGNPPQAASRPAQGNR
CVVCLQDQADTIMYRCGHLCACNSCATKILADGHACPCCRAPVTDVLRAYMP*                           
>Cowc_CAOG_00099                                                                
MASARTPRQRELFEIAKSYSWVNLKSSGIADETAVVIAEGLKENRNLQMLDLSDNQIGDAGAQAIGSVLRNKASLTGLYL
DKNTIGDTGARAIADGLQTTTALTELRMNANQIGDAGAQAIGTALRNKANLSLLYLNSNRIGDSGAIAIAEGMQMSTALI
DLRMNTNQIGDAGAQAIASTLRNKANLSILYLDENKVGDAGARAVAEGLQVSTALTRLGMDSNRIGHAGAQAIAAALRNK



ANLSRLSLSNNKIGDTGAQAIAESLQTATALTELGMQTNHIGDAGAQAIGSTLRNKANLSILYLHRNKIGDTGARAIAEG
LQTLSALTDFRMNDNQIGDAGAHAIGSALRNKATLSKLSLSNNQISSSAAQLLSQSVPKTCEFSAESQRGSFQDATPPAS
PSVISTKTAHLSDTPSSPLPTSDSMSQDVRQLQARIAQLELAQQTTNPINSGIPRVPLQVLSQATAQFSESKRIGAGGFG
HVYSGVWSGQPVAVKRLAAGSNQGVAQFESELEALSRFRHPNIVTIMCYAQEGNERCLAFELMANGSVRDRLDRKGGTPA
LSWDQRRNIATSIANAMHFVQTAIPRQPLFHLDLKTDNVLLDAQFNAKVADFGLTRSAPMQVDGQSYVHTQTVQGTLLYI
CPEYQHEGKVSIKTDVYSYGMILLELVTGQPPSLNLMANVRRELKKSRKVDAVLDKAIDWSIQDKEAAQAMAELASDCLE
TVRVDRPSFGEILRRLSGKEAAGANEEEAVAGSDRECLVCFNAPTNAKLMPCYHACVCVACAQWMIQRQDKCMICRVPPT
SFQEGTFNQTFVQ*                                                                  
>Cowc_CAOG_00302                                                                
MSTRGINHDDEAEECPLCMEPFDLSDKNFFPCPCGYQVCQFCWHHIRNELNGLCPACRRPYSDGPVEFKPLSADEIQQIK
QEKKQKEMERRQKDTNNRKHLVNVRVVQKNLVYVIGLAIKMADEEVIRRHEYFGQYGRILKVVVNSHHPYHSPQGPSVSA
YITFARKEDALAAIQAVDGVHVEGRTIRASFGTTKYCSYFLRNQVCPNPECMYLHEVGDYNVSFTKDEMAPGKTGYHEAI
QSMMTEESHNMKRPAATTSTAAGSSSAPSRAGPAAASSTSSRSGSGYSGFVNSPNVDDGPGELGPALGSKPGSAAVTPAP
SSTGPSWAAISSQAPPQKQAPVTPQPQAPPVPSSPFDFPPISAAAPPKDTSGGNKSGKGTSSASSTQATADPATKSGKKG
KQSAAAASTSSVSSGPSNDATAPSAEPVPLSTSPTSTTATTTTTTAPTTTAAAPTTTTTTTTTTTTTTTPAASSSSGQSS
KGRSNADRDSAQKEASAPSLTSTVVATAEVAADQPVVPARSVPLTPPTTVISRLVEDAEFSALASALIADDNDTLSAPSK
PGRRESGNADPGSTHLPAIAAGPGLQGLPGLRMSAATLFGAVAGHANSAGVVGGGVPAGSNVRAMQDADELDRMNVALLN
VLDDDFGGQSLAQPLGFSKNSLLMGQPPSQFGPQAAGAYSGPYRPPGMPPSQQQRFGATSQFPQPTHESAYPHPAFGASD
LFGSSAWASLGGNPPPPSGAFGRPDPMLYGPPSLVGPHQLPQQPQQQQQQQQQQLPPQQQPQQQQQQQRPPQPQNFGMFG
MRSAATESAWGPAGFEAPPGMSTPDNPSAFTSSFASFDRRGSIPSGSNALLHPFQQQLQSPHMHPNQPLPAGAPQKQSQS
LGQPQQQAAFGADADWQSGLRALLPNVNISFGNPSAGTPSNVAKYSNDAPSGFPPGLGSTADAASRGDLMAALAGLPSHH
EQRMEAHRQQFGLHVNLAADRAAESSASGANPSSASGGLWGSAPPVSSAPSTTGNTGSLWGGKPSSASLSQFHDPAIMVA
GNSFGGAFDAFAGSGSAHSNDSLRGWDQGISLSSFTSTSSSAVTGATTRGTFSSRGNLRIESDDLVSSEIESLLDEGKPL
SEFGAPFNNSGAGSRASVFAAPVGNSDVFSKHSSEPAYTAGNFDSVPDRDGLASFTSTLASLSMIGSSSSSKTPATSKAL
ADADDVPADWERHALDNLDGGDEAWNEQEGSFAGKLASAKDDTGSGSRTSSASTATTAPAANVSGKKANSQSKKNARLAT
AAAAAAAAAAAAASAPAAAQKSATTVNGKAAASSAPARGNAKSASNKGTSANNDSHPLTEVEALERQVQSARKEADAVQA
KLLAVMKKAQKKI*                                                                  
>Cowc_CAOG_01039                                                                
MQVDAHSYIRTQTVQGTAQYICPEYHHEGKVSIKTDVYSYGMILLELVTGQPPSINLMANVRRELKKSRKIDAVLDKAID
WSIPEKESAHAMATDLAPDCLETARIDRPSFGEILRRLSGEEATGTNEEETIEGSDRECLVCFSAPTNAKLMPCYHACVC
VACAQWMIQRRDKCMICRVLPSSFQEGTYNQTFVQ*                                            
>Cowc_CAOG_01146                                                                
MSAIPGLVTISRDRVQALLNTYIQYDGAFLVRPSQSNPGAYSIGVISKGAIKHFKIHVDDSNQVYIAKKKFSSVSELVIH
YMQHPIRTNKSDDPVILRLPISTDHASANRNALLVQQTTAARERPIAAEPQHINKPPPVPPPVHRPASSKPPPIPPPVHR
PSSSSSNDGGTMRLSGGIAPPRTPLEQPQQTTTAPPIIPRVSLQVLSQATAQFSEAKRIGGGGFGSVYSGVWNRHQVAVK
RMAADSMQGVAQFEAELNALSRFRHPNIVTIMCYAQEGNERCLVYELMANGSVRDRLDRKEGTLALSWQQRRTIATDIAN
AMHFVQTAIPRQPLFHLDLKTDNVLLDADFHAKVADFGLTRSVPAQVDAHSYIRTQTVQGTLQYICPQYRDEGKVSIKTD
VYSYGMILLELVTGQQPSIDLMASVRHQLKRNRKIDAVLDKAIDWSIPDKEAAQALAELAEDCLEQARVYRPSFEDILHR
LSGGGAGANEEEAEEAVAGSQRECLVCFSAPTNAQLMPCYHACVCVACAQWMIQRQDKCMICRVLSTSYREGTFTETFVR
*                                                                               
>Cowc_CAOG_01363                                                                
MSKLGITDEDAVVIAEGLKENLNLQALMLEGNQIGDVGAQAIGSALRHTPKLFILFLGENKIGDIGARAIGEGMQMLRAL
GDLRINANQIGDAGAQAIGAALRNKAGLSILCLEKNKIGDVGARAIAEGLQTSKILGALRINANQIGDAGAQAIGLALRN
KSSLAFLELGTNKIGDTGARAIAEGLKKSPALTRLLMDKNQIGDAGAQAIGSALRNKAKLATLHLSSNKIGDTGARAIAE
SLRTSAELTELRMHTNQIGDAGAQAIGSALLNKVLSRLDLAKNKIGDAGASAIADGLQMLRALAHLEMNNNHIGNVGAQA
IGSALRNKADLSIVDLGSNKIGDAGACAIADGLRSSTALLTLGMHANQIGDMGAQAIGSALRNKANLSVLLMGSNKIGDA
GACAIAEGLQTSTALTDFKMHVNQIGDTGALAIESSLRNKPLLAILHLSRNQISASAVQRLSQSIPADCEFLAENQSIIP
PSPGPVAPTPAPLFNAASAPLAASDSMARQVGQQLQSRQVEPAQPSSAAPINATIPRVSLQVLSQATMQFSESRRIGGGG
FGSVYSAVWSGRQVAVKRLAANSTQGIAQFESELESLSRFHHPNIVTIMCYAQEGNERCLVYELMANGSVRDRLDRKGGT
PALNWAQRRTIATDIATAMHFVQTAIPRQPLFHLDLKTSNVLLDADFHAKVADFGLTRSVPAQVDEHSYIRTQTVQGTLQ
YICPQYHQEGKVSIKTDVYSYGMILLELVTGQQPSIDLLANVRRELKRSRKIDAVLDKAIDWSLHDKEAAQVMAGELAVD
CLEQARVDRPSFGEILRLLSGEEAGANEDDAIERECLICCDAPTNAKLMPCCHACVCVACAQVMIQRHDNCPICRVLLTS
FQEGAFNQTFVP*                                                                   
>Cowc_CAOG_01796                                                                
MWGAAVCGSIAAFSYYCWHSASTNARHLENAARIPHSELEAAVRAAPNECIPYAVVTGVVIPGPGAVPLDAMHATAPAVI
HRLVIQEHRSLYNEAAKRWEDSVRTIADSTEVAPISLQALPTLFLRVAEPLSAYGLALKQVYHRFVPATSTATKAVMDIV
AGEKAKGIDTTESVLAVGTSVTIVGQVTLNPDASLAVSAQAIPTSASRHAEQLQIQPPANGARYYITTGPLSALSLAERT
SAWRWRWAGRVFATFAVALAAYELYSRFIRPALDARASRLYREELARKRAQRALELENSSEHKPSDSAAVEADDDLCVVC
LDHERNAVLLECGHRCACMTCARELRACPICRRSITRVIQSFG*                                    
>Cowc_CAOG_01820                                                                
MSKLGITDEDALVIAEGLKENSILQRLDLCDNQIGDAGAQAIGSALRNKLSLAHLDMNDNKISDAGACAIAEGLTTSTAL
KIDTNQIGDAGAQAIGSALRNKLSLAHLDLSNNKIGDAGARAIAEGLQTSTGLLSLNIYGNQIGNAGAQAIGSSFRNKAN



LCILDLRNNKIGDAGARAIAEGLQTSTGLLSLNMYGNQIGNAGAQAIGSSFRNKAALKILQLGSNKIGDVGARAIAAGLR
KSAALIYCCMQANQIGDAGAQAIGFALRNKANLSELSLEANKIGDAGACAIAEGLQMSTSLTQLRMQTNYIGDAGAQAIG
YALRNKAKLSVLYLSENRIGDAGARAVAEGLHTSTSLTDFKMQANYIGNAGAQAIGSALRKTANLSLLSLTNNKIGDTGA
SAIAEGLQASTALTQLGMHANQIGDEGAQAIGSALRNKPNLSLLDLAKNKIGDTGASAIAEGLQGSTALTRFGMNNNQIG
NVGAQAIGSALRNKADLAIVHLGSNKIGDAGACAIADGLRSSTALLALGMHANHIGDTGAQAIGSALRNKANLSVLLMGS
NKIGDAGACAIAEGLQTSTALTDFKMHINQIGDAGALAIESSLRNKPQLAILHLSRNQISASAVQRLSQSIPADCEFLAE
NQSIIPPSPGPVAPTPAPLFNAASAPLAASDSMARQVGQQLQSRQVEPAQPSSAAPINATIPRVSLQVLSQATMQFSESR
RIGGGGFGSVYSAVWSGRQVAVKRLAANSTQGIAQFESELESLSRFHHPNIVTIMCYAQEGNERCLVYELMANGSVRDRL
DRKGGTPALNWAQRRTIATDIATAMHFVQTAIPRQPLFHLDLKTSNVLLDADFHAKVADFGLTRSVPAQVDEHSYIRTQT
VQGTLQYICPQYHQEGKVSIKTDVYSYGMILLELVTGQQPSIDLMGTVRHQLKRSRKIDAVLDKAIDWSSEAKESAQAIA
EHAADCLEPARVYRPSFGEILRRLSGEEAGANEEEAIERECLICCDAPTNAKLMPCCHACVCVACARVMIHRHSTCPICR
VRLTSFKQGAFNQTFVP*                                                              
>Cowc_CAOG_01971                                                                
MSTRVSIVRAPLQATLNVTPVTHTLLQLHLPTHHDHDHDHNSDDTATTPTELQQQQQQQQQQQHGWLASSTPGTPPTPAT
SPATTLTQPPKLHDATPQQTHTQQQAQQTPQPQPQQQPPNKHRVPAPPSILEQAAARATKTMFTPHLKPGRSLLQIAAAI
PEANITPSTSDFGNPFVTYKLQITLSSQVEAADPIKRTRTFTLNKRYSEFFDLFVTLAIELPGSFISDSYPPFPTKVIFG
NFSARFIESRRRALEQFLQYLVNDETIVASATLKTFLSLSQLQHELHTIHRTSAHSDGSLDTNLSAEESLRLIQNLRTER
RNDLNEFRTALHAKEAGHLTCKICFDRNVEVTLYPCGHTFMCERCARRFETCPVCARGFNFYWKVYF*            
>Cowc_CAOG_01972                                                                
MYDGLRVKFPELFKDERCPPFPAGAIFGLYNVTFIDTRRVAFEKLFQYIVSQKELKCSDKLSQFLEYSNLLKALSRQADQ
ASQVPRHANPGAPRTSVHSDGSLDATLSFQEAILLIKSLRKERENEHAAFAEIRRLAELDFENEVQARVEESSPVCKICW
LKSVEVTLVPCGHTVMCEKCATDCPGHRCPFCNVEFTQSLKVFF*                                   
>Cowc_CAOG_02356                                                                
MGQSLDRMQGIAADRAGLMVKVHQMTWDRLTQQIADINVLCLAYASRAGLQHSVQFDVGKTHEEAMHEYSKLWRSFLRIR
CRRVATDTMQAEDVKLLSLKTFCRLAQIIEQQCAENVGRRSSSPRQPHGIDALHTRADASHTSPQSLNADAFFVVISLDT
PEGRDWSCSVCAKEDFCDRSHPSSFVTKNTLYPLCDRPSMVAASLDPSEFVPVDDLDDCIVCFETRVDEVMPCAHAYCHS
CVEKLMIWTRTCPLCRTPLVEADGFQLVDGPTDLELGSFILDAAEAI*                                
>Cowc_CAOG_02700                                                                
MDDLAFYAENSDEDWCEIVRQMVLSLDLSLPLSDSVIATLIDSFPSPGPSTVKRVSTMLCETADECCDQDNVLRNVAIAF
GVLAEKFAGQATVLLLSDSALSTLECLLDKSEPAMLYAIVALDKFCQTAKAKAAIMESPLPNKLRQLETIMLDTPPTDAL
RLQIWHCLVWILDNTVLLPDREPSISRIKNLDSINVMLDKRNTMSFVKVSADGLEARNDACTFETVRSSFGVLHGKWYLE
VTLLSGGIMQIGWTGRDCEFDVEESGVGDNPQSFAFDGCRRVTWHRGEFINCPETMPTWKPNDVVGLMLDGDERQVIFWL
NELEVGRYTLPPDFDMLLYPAASFMSCQQTRFNFGATPYKFPRAGYASLNDHGTLPHVEKIVPPKAVLLRDMRTQLSHVS
DGEGELRCILCVDEPRSIRLLPCNHEGFCPDCAQQCDLCPLCRVKVVARQSSDEPAVTAPVVADASAVASGVVADANTAP
VASTEANAAPAAVDAGAGNL*                                                           
>Cowc_CAOG_02709                                                                
MAAPRSFTIRGVDVEFPFNPYDCQLVYMEQVIQCLQEGTNALLESPTGTGKTLCLLCAALGWRQAAVAAHQLAKLDNRYG
GLTLPSGDQQQPGDELVSSEAKAAAFAAVGKSLAGNFADDLSKRLGEASWSAKPGDKPSVDGDSPVPRIIYSSRTHSQLA
QAIKELQCTSYKPIASIIGSREQMCIHPEVSQVHIQSVQVHNCRKLVGLHSCSFYNNLERNKMSRDISNQVLDIEGLVEF
GREEKVCPYYLSRQLQNRGEIIFMPYNYLLDPTARKAANLNLANSIIIFDEAHNLESICEDSASFQLTSLDIAMAISEAQ
SCHDLVSDAKYIGSIEPDDLLLLKKVLLRIESAIAETPLHPQDGFTAHGTFIFDLFRSFNLTFETFSPVLELINSVIEAL
AEARGTRTSASISLSKFADVLKTMFTEENKVNMDGIRKYYRCHIGQEAAKPVTKASSGWGSTVHVAPSAAGRTLSFWCFS
PGFAMRDLTKIGVRSIILTSGTLSPLASFGAEMQLPFPITLENPHVISKSQLWCGVVSTGPSNCNLNSSFKTRSDESYLT
DLGSAIVNYARIVPDGLLVFFPSYSVMTQCINHWQNRSGTSAKNVWDMLHQHKHAVIEPREKNLFPSAINEFYAKVRDPT
IRGAVFFAVCRGKVSEGLDFADMNGRAVIITGIPYPALHDPRVKIKKQYLDENKAENLKSGIAAINGIEWYNQTAARAVN
QAIGRVIRHRSDYGAIILCDSRFAAPGTIAQLPLWVRPYVKTCKNFGDSLAQLAQFFKTAKADVSLHAKPAAGAPILVPE
YDVEISSSSAPRGGVLSGATTTASSRSAASASTSTTALASSASSSSNTNVAARNVKSAFAFATALQSSSAGPVSDATATS
RPAANAGSASFVLGQLTDRTKPRSLRDSLNYVAAPAIPAPATTVSATRRFGSVAGTSTSAAAPGLGTGSRLSLADRLMAI
DPSPVIVEPSPSPNATLSNSEDSVVSVSSTTVARPKRPHSPTDDAPSLEIVESEARPPPQPQTEQRPLRPAASNPAPLSR
ASSILAMPSTSTSSSSSTTAPAQPTAQTFLAKVLAVLQPAERREFSALLSTYKTGGDVTQLAVGAKRIFAGASGTIEYAR
QKLLHELRSFVKPNQRLEFDAIVGSAPSAAQRDIVTGLPAQRMPKKRRLQSFGDGLLDVSAPPITDPVQMDVANDGQHTA
AAPTDLHETGIQAQAPSGGPANPSTIVSVLSAATPSTNVAVHDDSNDEEEPVESAVDGLASTVHAATATNPTCPVCLAPP
KHPFTARCGHICCHGCWMEVLKKALECPVCRQRTRVKQLTKLYF*                                   
>Cowc_CAOG_03145                                                                
MAEALKVNETLQKVLLNGNRIGDAGTQAVAEALKVNKTLVELYLNDNQVSDIGTQALTEALPENKTLNRLNLSENQISDY
EGAALLRRARPSCKINLLNQRRPDLVRSLEVRVVLLGDPGAGKSSLVHGIEQHERNPVTRWFARNKSFKPTSTDGINISS
VTLQERDKERMVLNLWDFSGQEVYLASHQFFLGERTVYLILFDVCETISRNSRLAFWLRSLHARVPHADVILVGTHIDDS
FYMPLRQQEQRENLEELLQFFKETDISFNLHATVYINASAAAGAPTMPELKAAVLQVGRTMPFYNSEIDSRYLQFRDQLR
DLAKQMEADKKPPLLRWSEVVDLGEKNCRLSRLGVDLCVQLLRDQGWVVFHRMTHAADATWAKTLERTRAENDELVIIDP
EWFTTTVLTGVITQRHKWAKKGILPRAALLAHVWTNLDPAVCDQLLVLLQRYELLYPLADADAGTSGPRYLVPSFLPVGQ
PDRRAWSANPRKDEPHEATLVMRTAFLYTGFFSRVIARLNHLELNMTAWRDCVLVSRNHHRALVQIHRRTEEDVIDLVIV
VRGASPGNLLDVLFGVVEDLTTYWYTGMTWQTYLRCTECARDVQDACLFELEPTVLAAVLPNKELSCDHSQRTLDRGQWL



AFIQPLLLRTLSSIAEPTALQRQVLSAFGVSPCPAVGPIPVAPIAQPDSSSSAIPVPAIATTILRVGMEALSQATSNFAN
RIGGGGFGNVYSGTWSGAKVAVKRLAADSTQGIKQFEAELESLSRFRHPNIVTIMCYAHDGNDCCLVYELMANGSVRDRL
DRKDGSPSLSWPQRQRIATEIASAMYFVQNAIPCQPLFHLDLKTHNVLLDAYYISKVADFGLMRFPPAQMAPDGDIKTTT
IQGTREYLCPHYLQTGKVSIKTDVHSYGMILLELLTARKPGTELAEAVTHALKQHGRLDSELDVSIMWDTEPDKLAATAV
AELAITCLDPDRVRRPTFGQILTKMGLFVENQGRAHARAAIPRNPRLEHHYSSIKEQMQPHLNSSLMNSRMTSNQPQVPQ
NDPAVSRLTHQHSSIKEQLSPFASTIVVSAASMQSPLGSCDGSEASPECLVCFSAPATAKLMPCSHTCVCVPCANMMLER
KDKCKLCPAMMESYLQGSSN*                                                           
>Cowc_CAOG_03195                                                                
MVKAQPVVAAKGIRVLLSRIGALAGPGAKTASQSTTTRTYATTTTTTRAALQIPPTFDATTKTTGAGAAVLPYANIPVSP
AYAATRSGNNSVSIQAAHGPSPLVHPAVIELGSHHHARLFHSSASQASRSAAYRRLHGEHSEPVAVAMPINGAFQFGEMV
RRAFGNSAGSLAATLGAVGLAVCLAFKDVFAHDRESADTADAPAPSPHVVNKPLDPAANVRFLEAHNDALVDHNVKLMST
QADMAAKLESSESAIARLHEEMEAVRNQLALEQQRFALETQRQQHEFEVAMQQHQHQVRRLEDQQVMLEGEIMCIACNDQ
PRNVTYGSCRHHVVCTDCDTKILRNGNACPVCRAAITQRVQHFVT*                                  
>Cowc_CAOG_03232                                                                
MHGIGASLRDFGLTLRTNLRRRPASDGGDGSFFVDPNASGSSAAGSPSNGGDASAGSALMNGADYKADAELDSRTLDRLS
SRVQKILKLIKSKKLTLRNSPPFLQELLAEIYQHLKLILSKAELETLRQIPYLTITLQNIFLKLYNISSLIKKGKHEDLQ
QEESHIRRQLTKFTLILSHIVTDFKAVFPNGKFCDKDLKIAKKEAADFWKANFDLRCIVPWHEFLAAFKTVHPISTPQEA
SALRTTMNLTDYNHISWFEFDVFTRLFQPWSHLVNNWNVLAITHPAYQAYMTYDEVNTVLKPFVNKPGSYVFRLSCTRLG
QWAIGYVNAEKKVVQTIPNTKSLYQALIDGSVDGTFKYPMGQDDNPDIQRHVTVTPATHIKVSEEQFEIYSDIESTFELC
KICSVNDKNVRINPCGHLLCLACVTHWRSTGSQVCPFCRDQIKDVENVIIEPFKKRSASQNGEEEDDDSDSLPDIDLCML
VASKISRKESHDEDDHASNGSSSSSSAAASSSSSSINRGPVPQPPGLNAQSSAAAATAPSMYATPIRKSAGLTTAAAAAS
GPPPLPPANSRASPHPFDDRPSNGPMLVPSSPFAQSSPSAGGAPGPALPPRRPGTGSSAEPPAALQSSRGLPPSPGLARA
SPPLIAPIASRDGAPSLPPRNANASAPPEPDMSLHPSLQQQYSSNSSRDEVPPVPPSRYSSGSVRSSAPRSVPGARGAFD
ELPPLPTASANRALPPPPPAAAGGRGMAPNPPTTICPMCATDLTGFDNDRVNSHIDRCLRI*                  
>Cowc_CAOG_03611                                                                
MPDTVHVVDEDDDDEQATSKQRRQQEDEEQEQEQEQEQEQEQDERVEDSQQDHDDDYRWTSMTTTATTTRMEPSLTSKQD
KTATTTRRKQFTAPGDGDDEDYDHSNAEAQVARTPSRALSSSSPSLMRVGMTSALNPDYSERLPNAAGLGGRKNLSLERR
QVPASVAATITTSAGHSGGGDGSIRTTPVLSEQTESTVSQSLSGRRAVRAARAPANLSQDRADTDDRHATRSTQEQRRHR
RQEDLQQQQREEDLEEEQGIDRAPITANHHSNHHGNGDDSAHGDVLVVQDSEPIDSAFLVTRDRPPDLQQSELGAEPALT
LPEPRPSHPVRGFSSLPNHTIIGSGLARVKPKTAQPPRQRAADPDQLRHDEAAAQWDQHVAPSHSLNESMIVLDDDAGHH
DLGVLEAKQDSSGQRRVSPAAKDPRQSSSLSKSQDGLPASAQLFYLKSPTAAAATSSSGSKHPGRNSRASASPTSSAARK
SSRSPASPMLRMSDETLDDDDDDADDKMSSHANRRPGKRMTQAAESTRTVVTRGTRQSNIKDSFAAAKPLHGGSSAQVSE
GDNDDNAFQSQQGGLKRRRSLPYDPDSHRTKKSHLDSLESIPADTAAIELPDGKTITGRVVSITFEASRLSLLLVPTTAR
SASTGTPIVCDDDDSALDQSHIATQDTEPPLFQAQTSNTRGGDLLQVVVPLAQITDWKFEHQTRKTTIHVRPSKEPNQET
AASRSSKVPTTTDDPGSDFSADLFPQVNETVGKGALAPRRTEPLFSVASGQDSLWDKQFKHPSSAAGVRPAAAAAAAAQE
AEQQSILSDVRMIILCSSTSYDVQLVENTINRGRAAKDEIICSGAGTSAVGLTSRRTRSSISSGSDFSALSGIEVVKARP
KLLTSDVIYRPLIGAPITVRNADAMRLYEEEYLNDVILDFYINYFLTVKASDAQRNQCHVFSTFFYSRLTGTHSSSDPFS
RDRNGTSPTEKSSSQDLMDIKYQHVRTWTRNVDIFSKDFLFFPINASQHWYFMVVCYPGKFAESFLAQSESDAATSRPGS
TDSGPQPMNGDSAERSVHKSSSPEEPTEPADPAASPVPSASSLVVEPADSPSDDTQLSTPSLLELPSEANAPSKSSTTMP
QIIMFDSLNGSFRSQVSRQLLGYLSSEWKNKRAEQPPVDFRSMKGSVAKCPKQTNYCDCGVYLLELMERFIIDPTAGLHC
NATWFSPSDISNKRTAMRNLVASLAQEQPPTNSDVDVEGDGDKHTDGEDDDVIAHSDDPSVHFAQTITPSVVEVQPSILS
LGTLPPSLNYATSPSHDRMDDSSMDETQAAVVAMHVESLAAESPSSDQTSSSSNARRVSAPFHAQSSNNNGNNNGNNNNN
NNNNNGLFSTSAHLAALRPDISVPARPCSPFDNMPSLEASQPMDDYPDDRLSLAVDQPPEAATNGTLGPHLRGEWNGYQV
VVYHSPMSATVLTDKKWVDREIKLMSNHLKHEHIAPLLDHALVPTGGINLIYECLPNGTVRDWLDGKHKARLTGHQRQDV
IESVARAMLYAQTASRNQPIFHLRLSTASVLLNAAGVAKVTNFGFVPPFAGASSAQLLCSAVRATLCPAYLSLGKVSLTT
DVHSFGMLILEMWTAQLPSFELKRLDSDGLASQLDREVEWQERMQRVAEDACNVAIECLRDSPEERPDFSTVLQRLTERS
TASAADSKVVRRGECLWCVKRARSVSLLPCRHACVCEPCAQGSKGQKPCPVCRTPWQASSPSPSRVIDLH*         
>Cowc_CAOG_04160                                                                
MGKENAAGVSSTSSSSSASAAAAAAAAAAPVSTAASPAFATTPAQLDDLRRRASASDAHPDSTSDAIEAQFQLGLALLQL
AQPAVPPAAPPAQPSTSTSTSTPSSSSTAGKVMPDHPQALIWLRRAAERKHAGAALQLGLLHEYGAAGAPKSDQEAAAWY
QRAQSMKQFGTVQHTSEAARRYASLCLVGRGVKQSVTDAIAWLRIAAEANNKFAQLDLALVLSRESPLVDRDGTKSNPRD
ELEASKWLHQAALNGLTDAQYMLAEFYFAGRGVKKDVPEALRRLKVAAARGHNPARVRLGALYDKGESGVLRDRAEAFKW
YMQAAEAGDAVGEYAVAGFYKKGIHVALNDPESVKWLIRSAEHGCSDAQVALGSRYMDGKGVGQDRKAAVHWFRKSSEQL
NRSGQFWMANIFANGRGLTKNDKEAFKYYKMAAEQGLAAAQYTLGHMYTKGRGVAASQAEANKWFRRAADQGNLHAKAAL
ESTAAEEIEMVPQEDEDDELSQVAVSSQKFASRMGSAAVDSSAGGFPSSTSGGVSTGSGGAWSQGAGGSFDGDAAPGTEG
AAATAAAAAAVAAAVEALSASGGAAVASSAIPSATPVPGVTFGHMEAVVQQLHASDLHAKQLAVQLDAANRLFAEFETRY
RTLEVQIATVHQQLQAQTQQALQAENRALVAEQQLATLRPMYEEETTRRSQLEQAVTTLMQQIQHQQQQQQQQQQQANSP
HATTGASSQQQRVVPVEFPFEMLSNATSGFAPEQKLGQGSFGEVYRGAIQNKRVAVKRLVDMTRSFEALQADLTLAAKLR
HANLVLFVGFARPAVPTPNCTLCIVYEPVINGSLRDRLDRTSLDFPALSWELRRSVALGVANGMYFLQSALPSEPVFHLG
LKSTNVLLDASFVPKISDTGFARTPSHQLSPFMCPEYNQTGYVSTRTDVYSFGILLLELVTGKVTVDQTQRDSAKLCWRR
QRSSLEALVDAQITTAPGWGPERLTDVNELAALAMQCVEDFHADRPTFAAAIARLGGGTVPERYPATGDTECVVCFQNPI
SRKVLPCMHAAYCARCADVNMLKACRVCHTRVEHVAPVSF*                                       



>Cowc_CAOG_04351                                                                
MESLDQRQPAATELRDLDLQAWNTLKALHLFYHEWQQEDRRVPSQKDQGRARFRDQEMGPKGAHVIAEELKVNTTLVALG
LYNNDIGPVGANELATVLGTESSRLAILALFENHIGDEGAIAMALALKNNKTLTQLYLANNKIGEVGARALALALQTNSS
LTGLSLHENSIGDAGALAIAEALAVNTSMTELYLHTNGIGDPGAIAIATALTKNKTLTRLALEQNNIGKAGAEKIAAALK
ENESLTELDLGENEIPSDVVKKFKAPSDKKKCTIRLDHQKSASVVQSEPSIVSIVGKATSGSLNLESKKIAELAMEAISR
AIVTNGTITKMNLKNNTLADIGARLLVENLVDSKLHLNLVSLNLDSNNIGNDGMGHLCKLLEGSALQELSLNHNWIGDAG
AQAIASTLTATTRKFDQMELRLKGNRIGELGGDAILLALKPLSTQFKLDLSENRLPARCTEKFDQLKSVLVDKQDTPPPI
TTLLDRLRSYETQMMTDHMEFRSLFFELESALAASSTFTERILADVVVQQEEISKLNRQMSAWPKKLEKARIKRDTAEKD
LKTKELELEEIKTKNEVLEFQMSKVRNNEEKLRLLAEQVQAAEARQAATNAELQGARGEIGRLHTASQKAHTDLTALRAE
LARKSTELEQAQAQVQAQAQAQVQAAARAPAAVPVTAPLTAPLTAPLTASPARGPTAAESTSPAMGVAIPKIPLKDLSNA
TSQFADNNALGSGGFGKVYAGVWSQQVAVKRLANQSNQGTQQFQAELEALSRFRHPNIVTLLCYAEEGTERCLAYELMIN
GSVRDRLDRKSGSPALTWPQRHRIARDVARAMDYVQTAYRQPLFHLDLKTANVLLDAEWVAKVADFGLNRVAPLNYDAHN
YIRTETVQGTKGYMCPEYQTEGKVSVKTDVYSYGIILLEILTARAPNMDLTADVRRVFKRKRVMNDILDAAISWDAADAE
SANDMGHLALDCLESRVDRPSFGVILRRLMGEDPDSEPDVEGERARECLVCAEAPTTAKLNPCHHACVCVSCAKRLIELH
LSCPVCRAPIESMTEGQYSQTYVA*                                                       
>Cowc_CAOG_04876                                                                
MSTAGDAAAASTALLAILGLGQDKLQAVAALVARCGGDVDRAADRYFASNGQALLVAAAPSAPAVDQPRAASPAVSSGWL
KIVGASKSKPAAQSSSRATLPTGKRSASMAELDGDAAAAAAISPVLHDGTIAMQTNGPFDLQEDDDDDKDGDAEEADVNG
RSSTSFPAKSIHSDVDIDLGDSSNSCDAGAIVASSLASSAQLPLAKRARSEINTLDTSKFAAVTEAWPKYLGELVCIGYA
TRTSTGLACPGAEFTTERSGGVLAALPDDNKAAEASSTTTNGSSSSAKGRPFPQLAASRGKGRAGKAETSTVIRFLVNDF
EIGRLPSDVCQYLAPLIDFNIVHVIGTCIDAPPKLTSMDSVILQLKIYGLRQGFSKPPQTGLSAALTDDEDSRALLKKQC
LAHLFEALNVRTRRSEFNAQAMRSAAFVSHSVPPAPTAESAAARDREDTLAADLDQSIDAALERENGSAKPATRGADTSA
PADGERALSEFELDTVYQSAQALDARLAEVEPVDTFRTQLKPYQKQALGWMLMRELAARSSDGASGSHGSSSSSRDDASR
NGKQTALHPLWQECEFQNGDVFYWSPVSGGLSVHFPHASSQVKAGILADEMGLGKTVEMLSLIASNPAPAGVAYGKLPGA
RSSSLFSAAASASASASASAAAASPMVSLFGTQSIGIKPTALDESDSSLKLPRARGTLIVCPMSLLGQWRDEIQTHTAIP
ADAVLVYYGGSRSRSLVDLCQSYEIILTTYGTLAADFVAWRSSSSSNSQSTSTGAAGGSLLTLFHVHFHRVVLDEAHTIK
TRHTQASISCKALHGERRWALTGTPVQNKLEDVFSLIQFLQVEPWCSFGFWSAMIGKPFDKRDPAALDVLQSVLQPLMLR
RTHKTRDWAGNPILSLPPLRQQMVELELSPGEREFYMAIFKRTKTRFSEFCSAGRMLSNYAGILELLMRLRQACDHPFLL
SSALSSTARRNQDVSGDQVSSSMSAQTSSSSSSSSSSSSSSLVGNVEELIEAFLSDDGNATLAGYAAELQQTVVNGNLGE
KECPICLDFPEDIVVTPCLHTGCKGCMQHTVARLHSCPVCRKPVEPQQLVQVARPPANLAAAPVTSNSSSASNSAQLTEI
GDDSNSSIVTLDADTNDTLSAARDGDRASLFGVQLATRNRTSSFMRRAELVGNRPWKASTKILALVAALKELWTVEQDAK
AVVFSQWTSMMDLIEVEFRHQGFVYVRLDGSLSQPQRERVLEAFQRDPAVKIIIISLFSGGVGLNLTAAANVYLMDSWWN
VAVENQALHRVHRIGQTKPVIVTRFIAARTVETRMLKIQARKQFLANHALATNKSEQQDLRMQDLKLLFADDEPVVPSSS
STDMMVGDSIGS*                                                                   
>Cowc_CAOG_04911                                                                
MASAWTPRQRELFEKAKSSSRVIFRRSGITHDDALVIAEGLKANGNLQYLELSDNQIGDAGAQAIGSALRNKSTLIALSL
NENKISDIGAFAVAEGLQASTALTQLGMSVNQIGDAGARAIGSVLRNKANLARLYLSQNKIGDAGARAIAEGLQTSTALT
DLRMFENQIGDDGAQAIGAALRTKANLSLLYLSQNKIGDAGARAIAEGLKTLTVLTDFRMFENQIGDAGAQAIGAALRNK
TNLSSLYLSENKIGDIGACAIAEGVQAASALTELGMSTNQIGDAGAQAIGAALRNKANLSKLNLWDNQISSSAVQLLSKS
VPAKCEFSAGNQRTRPQNATSPPAIPPKPAHLDHTPNSPLAASDATSQQVRELQARIAQLELAQQTTTAAPILSTIPRVS
LQVLSQATTQFSESKRIGGGGFGSVYSGVWSGQRVAVKRLAADSTQGVAQFESELEALSRFRHPNIVTIMCYAQEGNERC
LVYELMPNGSVRDRLDRKGGTPALSWQQRRTIATDIANAMHFVQTAIPRQPLFHLDLKTDNVLLAADFHAKVADFGLTRS
APAQVDDHSYIRTQTVQGTLQYICPQYRDEGKVSIKTDVYSYGMILLELVTGHQPSIDLMGTVRRELKKSRKIDAVLDKA
IDWSPQDKESAQATAADLASDCLEPTRVDRPSFGEILRRLSGEEVAGANEEETIEGSDRECLVCYNAPTNAKLMPCHHAC
VCVACAQMMIQRRDKCMICRVLPTSFQQGTYTKTFVQ*                                          
>Cowc_CAOG_04928                                                                
MASAWTPRQRELFEKAKSSSRVILARSDITHDDALVIAEGLKANGNLQYLELSDNQIGDAGAQAIGSALRNKSTLIALSL
NENKISDIGAFAVAEGLQASTALTELGMFINQIGDAGAQAIGSALRNKANLSILHLSNNKIGDIGAFAIAEGLQASTALT
QLGMFTNQIGDGGAQAIGSALRNKASLSSLYLDVNRISDIGACAVAEGLQTSTALTQLGMHTNQIGDAGAQAIGAALRNK
ANLSKLNLSDNQISASAVQLISKSVPAKCEFSAGNQRTRPQNATSPPAIPPKPAHLDHTPNSPLAASDATSQQVLSQATT
QFSESKRIGGGGFGSVYSGVWSGQRVAVKRLAADSTQGISQFEAELEALSRFRHPNIVTIMCYAQEGNERCLVYELMPNG
SVRDRLDRKGGTPALSWQQRRTIATDIANAMHFVQTAIPRQPLFHLDLKTDNVLLAADFHAKVADFGLTRSAPAQVDAHS
YIRTQTVQGTLQYICPQYRDEGKVSIKTDVYSYGMILLELVTGQPPSIDLMGTVRRELKRSRKIDAVLDKAIDWSPQDKE
SAQAMAADLAPDCLETARIDRPSFGEILRRLSGEEAAGANEEETIEGSDRECLVCYNAPTNAKLMPCHHACVCVACAQWM
IERRDKCMICRVLPTSFQQGTYTKTFVQ*                                                   
>Cowc_CAOG_05075                                                                
MDSDLLYLPSPDVQSDNAWVLADAPTSPAVSVLKDAQLLSSSKNGMASPTESETSSPSPLSASLCDSRFISRVKMDVSLE
LRQVKCRKSVTNADPRKLKVFLDRVSPKSPAPATSGAGASSANPKDAPSNGAHRRSLVARVTKTLARQSGVQDTKAQLGQ
AWRGAVKQPAPASAGDQADAVDSESEHTDDDDDDDDDDSAEEVIEAVVPPAPVVARPATARTPSARGAPAPLVSSTASQS
SQRTGSARAQLAAITTEVLGLVNLRPVSQMLANAQFRDQLEVAMRANPTAPTSTYSPVFPRQAVSSRPVSINSPEDAFRQ
VRMHYSTSNDAGTTNRNAAAATSRPTRALDDDQHQLDDAFEHVNLSDLDGSEEHVRAPIPAFMDRMVTDTMEEDMDNLMQ
WRRVTSFLEDDEMRNHFESHLLRHVERAGITRRSENLVAGGRSRRPRVVHNNAAGATAIASNNTSNGYNGSNAGGASLSA



QVSVTRSTEVSSPNAGATHGKLVSLEAQLTHLQHHVNDLRRMMKIQCELQADMQRAIRQEVAALLHGYKEGLSPESAAKS
VDSVAVAKGNCAVCLEQPIDSLLYGCGHMCSCHACGLSLKIQGKSCPICRAPIKDVVKAYVASSL*              
>Cowc_CAOG_05241                                                                
MTATTTASTLHEQVFGYFRDGWMSVGAYSVLAIVVTTVCLRFLLRAVMRRLAAFVADPVRFGQTLQTLARLMLQSVACWI
LALNWFKMFIGMIDDRLPFALVAADPISRAFLNEDANVQNALGLFYSIVIALIINLCISISLAPATRLSQVKIIKTIITL
VVGTLYLPAADSTMVLWFAVLRCGLALIQSCRCVVDDFNQLGMQHTYLVVSLWLGMLGFLFQAIYSLYFVSVMDILSWAT
MAEIGHAFIIPFSLSQFPKLFLFVSLRNAFAMFDMELSPLEFIWIAVVIHASSFLMNILTQDVVNVNVLGLRPDPFGDAA
RLFQAGAPQQHQQQQNGGAAFDGNNVRAQNEANLPDPNMLARLQAQMLGLARQAVVANHAPQPQQQHPILGNQQNGNPAG
DDNQPEHFDHVEGFLLAAGYMPPPRNQALPQQQQQEPMPGVAPVMVGPTGSPIRGSSLVRSGSRSLASRQRNTAGGRYSL
RPIVHSTPASFAGASSSSSAASTSSRLGTVVHPIDLLLDDYDSDSDDDFDQSQQTRNHSALVTMQMEQGYGMRAALFDAE
SDDSDDDRAKPESLDDWSDATSVDSTDDEDLDELFTPHPGSVTPISPLSDRTARTVHSPARHPSDYVVEPNETLQLLQEA
LQPLREILKGVAEALQHVPSALGASAVQRIDPSGPHVGLEAAAIVDDQLAVLQHMSSPNDVLLRWLGTTLLDLYTERQEL
DRCIVCLVNPRQFTVLDCGHFCICAACILAAGQRGLTNCPMCQQPAVRLVKTFG*                         
>Cowc_CAOG_05294                                                                
MLEYRSMTRNQRWLYDRFKDRGGTLYLNRQQMNDAEVQAIAAALKVNKVATVILLSENLFGNAGVQAVADSLKVNMSVTT
LCLRSNPIGDTGALAIAETLQLNTTLTFIRLGDCQIGDAGAQAIAKTLHVNTTLACLELSANQIGDAGMEAIALAFNVNK
TVTSLRLGGNPIGDAAAQTIAETLAVNTTLTELGLGGANSNHLGDAGAQAIAEGLKANKAVTALDLSMNEIGTVGAQAIA
EALKVNTTLTKLELSVNGIGDSGVKAIADGLKVNPRLTELHLAHCQIGAAGAKAISEALKVNKTVTQLYLGYNQIGDDGV
QAIADTLKEHTMTELILSGNRIGDAGAQAIAEALRVNKRLTKLFLHENQIGYYEETALRQSAHASCTIHMWVQHRPDSVR
CTEVRVVLLGDPAVGKTSLVHGIAQHERNPVVKLFSGNKTIKTTSTDGIDISSVILRDKLPMILNIWDFAGQELYLASHQ
FFLGERTIYLALFDVRETISRNSRLAFWLRSLLSRVPNADIILVGTHIDDKSYSPQRHQEQLENLAELLLCFKQTHTSFN
IRSTVYINASTAASASTMSELKAAVLEASRKMPSYYSEVDGRYLQFRDLLRDRANTMEADKKPPLLRWNEVVNLGMSQCK
LSMQAVNVCMQLLRDQGWVVFHRLAPAADAVSGTNASEQTHANDHDLVIINPQWFTKTVLTGVITQKHTWVKKGILARAD
LLAHVWRNLDPAVCDQLLVLLQRYELLYPLADADAGTSGPRYLVPSFLPVGQPDRRAWSANPRKDEPHEATLVMRTAFLY
TGFFSRVIARLNHLELNMTAWRDCVLVNRNHHRALVQIHRRTEEDVVDLVIVVRGASPGNLLETLFGVVEDLTTYWYTGM
TWQTYLRCTECARDVQDACLFELEPTVLAAVIPTKELSCDHSQRTLDRGQWLAFIQPLLLRTLSSVAELTELQRQVLSAF
GVSPAVAPSTVAPIAQPEPESHASSSSAIPVPAIATTILRVGMEELSQATGNFAPSRCIGGGGFGNVYSGTWSGAQVAVK
RLAANSTQGISQFQAELDALTRYRHYNVVTIMCYAHEGNDCCLVYELMANGSVRDRLDRKGSTPALTWPQRQKIATEIAS
AMHFVQTAIPRQPLFHLDLKTDNVLLDAHFTAKVADFGLTRSAPAQTAAQSYIQTLTIQGTRQYICPQYRDEGKVSIKTD
VYSYGMILLELLTGKQPGIELAGAVKRALKKQGQIDSELDASIVWGAPDKLAATAVAEIAVACLEPDRIDRPTFGQILKG
FGQSGEDQGNALARAAMPQNARMEHHRALIKEQLQHHLDSGLVSSHMEPQSQLAEVSAAEVSRLSHRHSTIKEQLAPIAD
SIVVSTSEQSQLAAPELSPDIDRECLLCFSAPTTAKLIPCCHACVCVGCADLMIERQDKCMICRVIPTSYLQGIFNQTFV
P*                                                                              
>Cowc_CAOG_05402                                                                
MGSAFSTGRGSDAGDAEHSADIAMHSRDTGAGATSPAGGDAAAVLGDDGGRQRAVAYRYPPSNGMYFGSQFSMGGQRFAA
LEPEAYLFGNLNDLNFLTTSHLGALYHQPPVNMRHTTTIRSHVNLRKDSLKLVKTPDAQPGRYSIEFMFDSDSDCFVTIH
LFAKEFCDAKGVVTFKSASPEHTSPSFFYPKGLDQQFQHSEFVIDLASANPDFLSLSEDYSRYPLVVQLEVPSPPATLPQ
SPDSARDASTSASASASQPSSSHASPSEIQRTSKTQSQATIASFDVAADATNFSIKPLKQKVVVDGIAYMMQEVYGIEQK
TSNQPSASATNEESALSGNTECVVCMADSRDTVVLPCRHLCLCNPCAEVLRYQSNKCPICRAPFHSLLQIRVAQLVPNQR
REGEEETEDMELVSGVRLRSVPIVEALEASTSGMMIDGGVRPGISANSIPAATSDSTAAPAAAPPVVPTAAAAAAAAVAA
TTTSTPALPSPSAASKLPETPPPTAAVVANEAEPAVLIVRVDDSKKATETPNSQLASRESLDSVVGELTVTVGNDSEASF
SHPLQSSQQQHADMPPTPQTAAASAEDAEGSGSRILAFASNAMNRFSRLFQGDDHQETFV*                   
>Cowc_CAOG_05649                                                                
MSLSYEAMTPEQRELYEKVKNASGELSFRYHHIGDVEAQAIAEALKVNTTLTQLTLQRNQIGDVGAQAIAEALKMNTTLT
QFDLHNIEIGEVGAQAIAEALKVNTALIQLDLSWNSVGDAGALSISEALRQNKSLQNLRLESNQIGAAGALSISEALQKN
TTLQNLNLAYNQIGHVEEMVLRHSIHPTLRLGIADGYVRQAFSNMFSIANSTDGIDISTVILREKDESMILIIWDFAGQE
VYLVSHQFFLRERTVYLVLFDVREDLSLNSRLAFWLRSLHACVPNADIILVGTHIDDPSYASERQQEQKQNLANLLSTLK
KSSVSFNVRSTVYINARNSTGAPSMPELKNALFQAGQKMPFYTQLVDGRYLQFRDLLRKRADQLVAQNKPPLCRWHEIVE
LGQSLRLSGRAIDAFMELLRFQGWVVFHRLADSATQDTLNVPALQPATLLASLDDIVILNPQWFTKTVLTGVITQKPKDR
WVKDGIVTRKNLLRNAWKGIDSAICDQFVLLLQRYELLYKMSDADLLGTDSASSAGTCYVIPSYLPAYEFDSSRWSSNPA
AGEHEVAIVMETKFLLEGFFSRLLVRFHERKFNLMAWKDAVLVNYGGPRALLRVHRNASNVRLEFTVRGQHPEELLPTLI
EILDKLSSDWYPGISWETYLRCPMQVPHDKPCRWLLRPQVRDAVIDKMKNLSCSHTLATFRKEEWLPVLSSLLQRRLNAV
SQPTPEDIKALQELERQPPSSELERAATEAASPAAPLVASEQRPLLAPALQPIIDGQTQHRDFANPSTQQSGISTTIPRV
GMQELSQATGNFAESRRIGGGGFGSVYSGTWGGAHVAVKRLAANSMQGVAQFKAELESLSRFRHCNIVTIMCYALEGNNY
CLVCELMANGSVRDRLDCTNGTPALTWPQRQRIATEIASAMNFVQTAIPRQPLFHLDLKTDNVLLDAEFHAKVADFGLTR
SRGQISIKTDVYSYGMILLELLTGKQPGSALVSSVKRALKQQGRLDSELDASIVWGAPDKLAATSFAHLAIACLKPDRVD
RPTFGEMLTTTGQYVDQGNAHAHAAMPHNPRMEHHDSSIKEQSQPNLNSDLASSRMEPQLDSCSGSKMSSNSDRECMLCY
NAPTTAKLMPCCHACVCVACAQEMIRRQDKCMVCRVIPTAFVPGSFNQTFVP*                           
>Cowc_CAOG_05756                                                                
MNVKADHEDLYQNMNQRQRELYDEVKNANGELDLELGQIGDEEAKAIAEALKVNNTVTELFLQENDIGDVGAQAIAEALK
VNTKLTTVYLYNNLIGDVGAHAIAEALKMNTTLTTLYLGKNQIGDVGAQAIAEALKVNTTLKELYLERNFISENGIKALN
QVGNRSCKLWTDDQRKPSPAQLQEMASRAAQARPSVLLDQNTNQRQRQLYDEVKNESGQLYLDQERIGDEEAKAIAEALK



VNTTLTTLNLQQNQIGDVGARAITEALKVNTTLTTLYLSANQIGDVGAQAIAEALKVNTTLTWLFLDNNLIGDVGAQAIA
EALKANKTLKALNLERNFISENGINALKQVGNRTCNLSTDDQRKPSPAQLQEMASRAAQVRATIPTTKDPQVARSAAGMP
HAAPSSSYAASAPTPPPRPPKPATLRMSSSKSSAHQDIRQLQARIAQLELERQAPPTTSAVPILSSIPRVSLQVLSQATA
QFSESKRIGGGGFGSVYSGVWSGQRVAVKRLAADSTQGVAQFEAELEALSRFRHPNIVTIMCYTQEGNERCLVYELMANG
SVRDRLDRKGGTPALSWQQRQNIATDIANAMHFVQTAIPRQPLFHLDLKTDNVLLDAHFNAKVADFGLTRSAPAQVDAHS
YIRTQTVQGTLQYICPQYQHEGKVSVKTDVYSYGMILLELVTGQQPSIDLMSTVRHQLKRSRKIDALLDKAVDWSSQDKE
SVQVIAELAVDCLDPARVYRPSFGEVLRRLSGEEAEVNEDEPIENSDRECLLCWSAPTNAKLMPCCHACVCVACAQEMIQ
RRDKCMICRVPPTAFETGKYNQTFVP*                                                     
>Cowc_CAOG_05762                                                                
MTKRQRELYDKVKNASGWLLLAESQIGDEEAKAIAEALKGNKAVTMLDLKWNETGEAGAQAIAEALKVNTKLTTVDLYNN
LIGDVGAHAIAEALKSECESDGDAGAQAIAEALKVNTTLKELRLGENQIGNVGAQAIAVVLSVNTTLTTLSLGVNQIGDI
GAQAIAEALKVNTTMTRLYLDENQIGDAGAQMLAEALKMNKNLTTLYLDQNFISENGINALKQVGNRTCKLSTGGQLKPS
PAQLQEMASRAAQVRPSVPTTKNPQVARSAASVPHAAPSSSHAPSSPTPPAPASKPRGSANAGPAIPTDSTEEIRQLQAR
IAQLELERQAPPIISAAPFLSNILKVPLQVLSEATAQFSESKRIGGGGFGSVYSGVWSGQRVAVKRLAADSTQGISQFES
ELEALSRFRHPNIVTIMCYAQEGNERCLVYELMPNGSVRDRLDRKGGTPALSWQQRQNIATGVANAMHFVQTAIPRQPLF
HLDLKTDNVLLDAHFNAKVADFGLTRSAPMQVDAHSYIRTQTVQGTLQYICPEYHHDGKVSIKTDVYSYGMILLELVTGQ
QPSINLMGTVRRELKKSRKIDAVLDKAIDWSPQDKESAQMIGADLAADCLEPARVNRPSFGEILRRLSGEEAEVNEEEAV
EDSERECMYCYSAPANAKLMPCCHACVCVACAQKMIERPDRCMVCRVLPTSFETGKYNQTFVP*                
>Cowc_CAOG_05771                                                                
MREKRSTQSIAEALKVNTTLIKLYLDRNQIGDVGAQAIAEALKVNTTLTTVYLYNNQIGDAGAQAIAEALKMNKKLTTLY
LDQNFITENGIKALKQVGNRTCYLSTRDQSTPSPAQLQEMASRAAQVRASVPTTEVPQITRSTAGVPHAAPSSSHAPSSP
TPPAPASKPRGSANAGPAIPTDSTEEIRQLQARIAQLELERQAPPITSAAPILSSIPRVSLQVLLQATAQFSESKRIGGG
GFGSVYSGVWSGQRVAVKRLAADSTQGVAQFEAELEALSRFRHPNIVTIVCYAQEGNERCLVYELMANGSVRDRLDRKGG
TPALSWQQRQNIATDIANAMHFVQTAIPRQPLFHLDLKTNNVLLDAHFNAKVADFGLTRSIPAQVDAHSYIRTKTIAGTY
KYICPQYRDEGKVSIKTDVYSYGMILLELVTGQQPSINLMGTVRRELKKSRKIDAVLDKAIDWSPQDKESAQMIGADLAA
DCLEPARVNRPSFGEILRRLSGEEAEVNEEEAVEDSERECMYCYSAPANAKLMPCCHACVCVACAQKMIERPDRCMVCRV
LPTSFETGKYNQTFVP*                                                               
>Cowc_CAOG_06096                                                                
MATAATGQYTGPGTYRVSYSFHPQTQGELQLSVGDFVQVQQMSSRGWVFCTARNGRTGYAPLSFLSPVAGGSGNMPPTAA
AAAAGAPAPAPGPAAASQSAAPAAAQGTSASSSSSSAASSSSSQASPGRGPRSLLNGNASTVAASRGLSSLPDGVAAPSV
PAIALFAFEGQDVNELSIQTNDQLLVTPGAPGGWWLASNSAGQFGYLPANYVKVTGAAGGRGAPPSTPKNRPLSRLFGKG
PSYARLNAGDDEASAALVPASPKDAPAAAQPAPVVPAVAPVPQAPVSPAQRACAEILAFAEQVRAMGFSQSNIDLVVRQN
ASKSDWSLSDFIDAVLAADFAAPGPAAATPSARSASAPVVRPSPSNSILDDDAAVHSLSLPRPLSASFGAVPGHNAGGAS
PFANNFTASAQLDNPFTVPLNPHANPFLMPTSDSARPNGAASPPAPPEAEAPNSHLRELNQLREEIQKLRDQETCIVCMD
AAIQFAFVPCGHYVCCDINGCASSLVDKPCPLCRALVTKIQRIYKST*                                
>Cowc_CAOG_06219                                                                
MSDIPGFVTTDRDQALQLLRAYIQYDGAFLVRLSESAAGFYSIGVTSKGAIKHFKVQLDEQRQVYIAKKKFASVRELVLH
YMQSPIRSNQFDDPIMLKIPIFNPDVSVQPHLAFPEPVPSAVPHHRSSPYPLPEVPPPVPSRNVRGSVIAERPAMAPERH
FVAERPEPIPRPVVSDRPEPIQRPVVAERREPVQRPGVVAERPPEPVQRPVVVEQPVAAPRPAVAPRPAASRRPIVAEQQ
PRQQSPLLAVPERPAPTSGSRSPLPNIPRVSMQVLAQVTSNFADTKKIGGGGFGSVYSGVWCGQHVAVKRLAAESAQGVA
QFEAELEALSRFRHPNIVTVMCYTVEGNERCLGLELMVNGSVRDRLDRKNNSPPLSWRHRQKIATETASAMHFVQTAVEG
QPLFHLDLKTANILLDENFKAKVADFGLTRQAPTPIDAHSYIRADSVQGTLQYICPQYRDEGKVSIKTDVYSFGMILLEL
LTAAKPCLDLIGSFNRELRKKHKPDALLDTAIDWSVADKQAALVVAELAADCLELARVDRPTFLEAVQRLCGEQVAQDAH
GDNHAPERDRECLICADAPTTAKLLPCRHACVCVECAQMLLSNGPVCPVCRGAIASFDQGEFDQTFVR*           
>Cowc_CAOG_06335                                                                
MYAQQHHHHHHHPSAAVQVHPRQYYQHLQHQQQLQQQHQQQQQQQQQALPTLPFRKSPVELFMCWLILGWLGAHHFYLGR
IRWGFVYFFTLGLLGVGWVVDLFRLPSLYKDAKIEHEHRVAREIVPEPQTSLLFAYILWLNPLGVLGAHMFYVGKPLWGF
IYFFTFGLLGVGWLTDLFMLPHLVREANSERRKEQYKAMMDATWAFPKESSFAISMALESSSEKTVWETAKLTLSPLGML
GLHHLYLGRVGWFFLYLFTFGLLGVGWLVDWFRIVWLVRNANSGAARRQRIWLHEAYMLWFPMGFLGLHHFYLRRHCWGL
VYLLTFGGFGCFWLVDLFRLPSLVRAAVEDDELLQQILIVANSEQGTFAHYGTTPAAPSAAPSQSLPQSQLRSPSPPPAY
TDAVAMGSASMATAVEASSALLLPSAPILDKSTPCSTAPILDEPLTNPPSSSEPYMAPANAAPSFDRCMHCYERPVATVA
QPCGHSALCSSCATIASTQLDNRCPVCHQLVIKHVAL*                                          
>Cowc_CAOG_06567                                                                
MENQRTTTTTTTTTTSQPPASQRPAQSTRGSIAEAAALAPVALNPTARSDLSSVIQIQRETAIAPPQPAQSALHPSHATA
AHPIAQAVTIERSGAVSADEGGAHESQIRSTPVAGRVLAPNRLLHQDRALGAAPAPLLPSQALASSGEAHQSRAAQPGAW
CAHVPQTTVSTLRAATSNFAPSTVLGRGAFGTVHSGVLHGTRVAIKRLDSRMAHRTALDLASTEIQALSRYRHPAVVALL
AYAVDENDVLLVLDYAAHGTLRLCLDVRPADLDWARRLSISLDIASALVFLQRLVPHMPLMHLDVKSDNVLLDAAHSAKL
ADFGLSRTIPMRDARLGDNEHCIVRAGKTLGTQYYLCPQLAATGHLSRKTDVHGFGMVLAELCTGEHARVLGSRLQSASS
RWEPDRHLTRSPAALNSVNLVWTLAQKCTLPVAAARPSFDACFRQLQDASATSDEHSNSSANHRQCTVCRDAEPTAMLLP
CRHACVCETCALSLLERTQAAACPICRQRIQQFELGEFLQTFV*                                    
>Cowc_CAOG_07233                                                                
MFPLQMFFRRTSRQRALFAQAKSSRSVELQNSEITDADALVIAEGLKANSNLQTLNLNDNQIGDKGAKAIGSALRNKRIL



SGLYLGGNSIGDAGARAIAEAVKTAPEMTHLWLYKNQIDDAGAQAIGLALRNKPKLSTLFLFENSIGDTGARAIAEGLLA
STALTDLRMYDNQIGDAGAQAIGSALRNKTNLSSLHLNTNKIGDIGARAIAEGLTSTALTQLGMHTNEIGEAGARAIGTA
LRNKANLSKFYLSKNNIGDAGASAIAEGLQTSSALTDLRMNATQIGDTGAQAIGFALRNKPNLSALGVDTNKITDAGARA
IAEGLKTSTALTQLAMNANQIGDVGAQAIGSALQSKVFLSKLNVSDNQISSSAVQFLSSCVPSNCELSTENQRARVQVAA
PGRVPSASTSVRTSAPPPPTGVRNSITSPSRIPVKPPLPSTPYSLPATPEPMSEQVRQLQARIVQMEQAQQTTATAPIIS
NILKVPLHVLSQATAQFSESKRIGGGGFGSVYSGVWSGQQVAVKRLAADSTQGIAQFEAELEALSRFRHPNIVTIMCYAQ
EGNERCLVYELMANGSVRDRLDRKDGTPALSWQQRRNIATDIANAMHFVQTAIPRQPLFHLDLKTDNVLLDAQFNAKVAD
FGLTRSAPAQVDAHSYIRTQTVQGTLQYICPEYHHEGKVSIKTDVYSNGMILLELVTGQQPSINLMGTVRRELKKSRKID
AVLDKAIDWSPQDKESAQAIAELALDCLEPTRVDRPSFGEILRRLSGEEAEVNEDKTIEDSERECLLCWSAPTNAKLVPC
CHACVCVACAQTMIQRQDKCMICRVLPTSFQQGAYNQTFVN*                                      
>Cowc_CAOG_07810                                                                
MSNATVTLAQPTTAAEVEQVRAALLSPTCSIKTLLITDTAISPDVIARLLESLASNRSLTRLDISCNAIDNKTVAALASM
LVHNRVLAYVDIHTPRTSKHRRAASASDILSTSASGSDTTINDTCSPAIAQALALNKSLVSLVLPLARFTDAGFTVILNS
IATHNTTLLNLVLGGSQSLYIQNVLEGLLVRNRNMIAGTLASGPHPLQVTPPLSRTDSAEGSLVCSPKGTARSLDAVLST
NREDDEEPAGMFRKRRAASASAAHRHRNSTTVMSKQQSTPLFDTTNWSSAAAPSAVSPEPSAPCESETSSTGSATLPSRP
ADSGHVTAWLNSLGASSSSTALLSGATESMGGGHSQSILPSLVSPSIASSLASNINALQALLPRLLTEASQKQDEVTERL
QLRSLLSTANSTIDDLRRELAETHQRLLAETDRHALERASAQAQIAALTTELNNMKLAAQQMELARHAASVAAHVPSTAA
MSSTGTPNGHQQSSPLTAPASKASSQQGSKVGRHRPINLSFATHDNSTRVRRAESSMVTFAAHQIAEATGSFAASNIIGK
GRWGTVFKAKLLGTDVAVKRVTQASIAQFEAELVALSYFRHPNIVQIIGLAKDDDYLFIVLERLCNGSLSERLMCASGTD
PLTVSTRVNIALGVAQGMEYLQSAIPRLPMFHLDLKSANILLDGAFAPKIADFGLTRAVPLALDGPDSFSQVPKLQGTLA
YICPEYLTYGRVSRRTDVFSYGVILLELLTGRVADANLRVDARRQWKLHRSLEAMLDPKLGQLSANQSSVALATARVAMD
CVDESRLDRPPFKSLVHFFSQVVESGHANGADLISATTCPTQSLEELRRRECVVCCDAPTNAQLRPCRHAATCEACAQEL
LDRHEACPVCRCLVQSYIIGDFQHTFTAATTPNAESSLPFHYKEQTRSDTRV*                           
>Cowc_CAOG_07934                                                                
MIINHIGDTGARAIGLALRNKTRLTMLCLGMNDIGDVGARAIAEGLQAATALASFEMQANKIGDAGAQAIGSALRNKAKL
SVLYLEENKIGAVGASAIAAGLQTSSALTELRMENNQISDAGAQAIGSALRNKANLSILSLSENMIGDAGARAIGEGLQT
TSTLLTTLWMDKNQIGDAGAQAIGSALRNKANLSTLYLDENKIGDAGARAIAEGVQGSTALTELRMHRNQIGDAGAQAIG
PALRNKSKLLRLHLELNHIGDTGARAIAEGLHASTALTDLSMSSNQIGDAGAQPIGYALRNKENLSTLDMSSNMIGDAGA
HAIADGLLTLPALTELKLEKNQITDMGAQSIAVALRNKKAQLFRLCLNWNKIGDFGARAIAEGVAVSTALASLEMNNNQI
GNVGAQAIGSALSNLVNLSFLDLSYNKIGDVGARAIAEGLQALTALTKFRMNNNQIGDAGAQAIGSALRNKANLSTLDLS
RNKIGDAGARAIAEGLQTSKALTELVMSSNQIGDAGAKAIGTALRNKANLTNLCLHENKIGDAGARAIAEGLKTSKALTE
LGMYANQIGDAGAQAIGSALRNKAKLCLLDLGENKIGDTGACAIAEGLQGSTALTDFRMNNNQIGNAGAQAIGSALRNKA
DLSSVHLGSNKIGDAGACAIAEGLQTTTSLIQLWMHANQIGDVGAQAIGSALRNKANLSVLLMGSNRIGDAGARAIAEGL
QTSTALTHFKMHVNQIGDTGALAIESSLRNKPLLAILHLSRNQISASAVQRLSQSVPAGCEFSAENQSIIPPSPGPVAPT
PAPPSNAVSAPLVASDSMARQVGQQLQSRQVEPAQPSSAAPINATIPRVSLQVLSQATMQFSESKRIGGGGFGSVYSAVW
SGRQVAVKRLAANSTQGVAQFEAELESLSRFRHPNIVTIMCYAQEGNERCLVYELMANGSVRERLDRKGGTPALNWAQRR
NIATDIATAMHFVQTAIPRQPLFHLDLKTSNVLLDADFHAKVADFGLTRSVPAQVDEHSYIRTQTVQGTLQYICPQYHQE
GKVSIKTDVYSYGMILLELVTGQQPSIDLLANVRRELKRSRKIDAVLDKAIDWSIHDKEAAQVMAGDLAVDCLEQARVDR
PSFGEILRRLSGEEAGANEEDAIERECLICCDAPTNAKLMPCCHACVCVACAQVMIQRHDNCPICRVRLTSFQEGAFNHT
FVP*                                                                            
>Cowc_CAOG_08087                                                                
MADQPPAMEGQAPAQRGGRSNNTNNSNNTNTNGGRSGGGGGAKRGGGASGSRGGRAGASNAAPRQPREDGHRAAGAAAAN
TAAAAAAAAAAAADAGESPAAATEAARSGARSQSGRHRGGKGGASASASSDVNGATAATHTAAGAEATGPESSSASPASS
RQRALQVTSSQSATLQPHHDEAARCDVCSGEMEYAAVGACNHPVCHVCSVRLRDLLRKTDCAVCRSPITDVYLVPRGLQA
SYDALAAVQSVASVAYSGEALQRVLVAVVSSTELPTIFVNETGFHYSDRRIRDLCHALFAFLCPACPRVREFPNLQSLKA
HLKNDHNELAYCDICVKSQAKFMVEQLVYTRSQLLAHRKNGTGVPFSLEGRGKAVPPTGSKGHPVCEFCRIGVFDADALF
VHLRERHENCFVCHAAGDKNVYYDNFDELVKHFAASHYRCDHPSCASREEQLTAVFSNEMDLRAHIAEKHMADSSRRDRQ
RAMVVSVSGLRGPQGHSKSASRAGDSDGDDDQPSSFQLGVEQFPALGPAQPTPAAAAAAAAAAPATNMTLGSAAIYSRAT
AFGSSTLRDDQHFPSLGSSSSASSSSSSSFSSGNLMQQSAFPSLPASTGKKGKNKAAAQPAAGFAQALRKNPTAVAPTAS
VHTTRVVADPHSDVSSQFATLSVKGKTSQSRGKAFNPYEDDDFSYDEQGAYEMSLARNAAPSASVASGGFSSVTGAAPMS
KVSVVSAPVFDTAQYAGSSRAPVANSLDEFPQLDSGGGRKAGAGQPSGSWGGSSTALASSSSSTASAAQDKKQRKEQRRH
DRVLETFGQGEATPVDANDFPSLAKPVFVPPSNFAERNAALAQSIKTALNNDEAKFTEFKQISMSFKKNEITPAEYYAKF
ASLLGAQMHKIFPELVALLPDLDKQQQLRAAHHDATAARQSSNNRPAAAWSGSAASSSGSSSKSSSNAPLRISSAKVKNT
PAPIHSSFGPPPAPSTNAWGK*                                                          
>Cowc_CAOG_08263                                                                
MRTAFMPAGFFSRVIARLHHLEFNMTPWRDCVLVSRNQHRALIQVHRRTEEDVIDLVIVVRGASPGNLLDVLAGVVDDLT
ANWYTGITWQTYLRCTKCAMDVADPCLFEIHSVVLAAVLPNKELSCDHSQRTLVRDEWLSFIQPVLQRSLSRIEEPSELQ
RQALNIFKASRCPADAPIAQPDSSSSSAIQVPAIATTIPRVGMQEVSQATGNFAPSRRIGGGGFGSVYSGIWGGAQVAVK
RLAADSMQGIAQFQAELESLSRFRHPNIVTIMCYAHEGGECCLVYELMANGSVRDRLDCNNGTPALSWPQRQRIATEIAS
ALHFVQTAIPRQPLFHLDLKTDNVLLDAHFTAKVADFGLTRSAPAQTATQSYIQTQTIQGTPQYICPQYRDEGKVSIKTD
VYSYGMILLELLTGQQPGSVLTSAVKTALSTHGQFDSELDASITWSAADKLAATEVAKLALACLKPDRHDRPTFGQIPAQ
LKGDPDQVEATEESPHGDRECMLCYNAPTTAKLMPCCHACVCVACAQEMIRRQDKCMVCRVVPTSYLKGSFDQTFVQVSD



RECMLCYNAPTTAKLMPCCHACVCVACAQEMIRRQDKCMICRVIPTAYLPGTFNQTFVL*                    
>Cowc_CAOG_08617                                                                
MLSYQRMTERQRELHDKVNIAGGWHDLCGKQIGDAEAQAIAQAFKVNVTVTVLMLDNNRIGSAGAQALAEALKVNKTLTG
LYLSDNHIGDAGALAIAEALKVNKRLTSLNLVENQIGDAGGQAIANALKVNTTLEMLYLGRNPIGSTGAQAIADSLKVNN
TLTELYFFRNQIGDAGAQAIADALEVNSTLTTLILEKNQFGNAGATAIAEALRVNTTLTELNLSQNAIADAGAQMIAEAF
NINKTLTTLNLEDNIISAREYKAKALDKFSNKKRTLRVNNQRTPSPAELQAVAASGTNGQARASVANRELQPEGPQVAQS
TTLRQSELFRKVKLASGSLNLQLDRIGDAEAQAIAQALKLNKNLSWLGLDFNQIGDVGAQAIAEALKVNTTVTTLNLGDN
QIGNAGAQAIAQALKVNTTITGLNLQHVQISDAGAQTIAEALKVNTTLTTLGLGRNQIGDAGAQAIAEALKVNKKLDTLF
LNENQIGDAGAQAIAEALKVNKRLILLILDENSISESAINALKQVGNRACQPDFHSQRRTLPAQLHATHAPLWASVPTED
VPGAHAPSSHHAPSPSTPPPRPPKPATLRMPNSKSGTNREDIRQLQARMAQLELERHSPPSSAPPSSASPPSSAPSVSPN
LLRVDLQVLSQATDNFADPKKIGGGGFGNVYSGVWNGQQVAVKRMAANSTQGAAQFEAELEALSRFRHPNIVIIMCYAQE
DNERCLVYELMPNGSVRDRLDRRGGTLALSWQQRQNIATDIANAMHFVQTAIPRQPLFHLDLKTDNVLLDADFHAKVADF
GLTRSMPAQVDAHSYIRTQTVQGTLQYICPQYRDEGKVSIKTDVYSYGMILLELATGQRPSIDLMSTVRHQLKRSRKIDS
VLDKAIDWSSQDKEAAQAMADLAVDCLDPARVYRPSFGEILRRFSGEEVAENEEETVAGSDRECLVCFNAPTNAKLIPCC
HACVCVACAQWMIQRQDKCMICRVPPTSFHQGTYNKTFVD*                                       
>Cowc_CAOG_08838                                                                
MASAWTPRQRELFEKAKSSNVVDFRRSGITDADALVIAEGLKENRNLQYLDLDGNQIGDAGAQAIGAALRNKAKLSILYL
SRNKIGDTGARAIAEGLQTSTALTDLRMHTNQIGDAGAQAIGSALRNKANLSILYLSNNKIGDIGARAIAEGLQTSTALT
DLRMHTNQIGDAGAEAVGSALRNKANLSKLNLTDNQISASAVQFLSKSVLAKCVFSAENQRTRPQNAISPPAIPPKPAHL
DHTPNSPLAASDATSQQVRELQARIAQLELAQQTTTAAPILSTIPRVSLQVLSQATTQFSESKRIGGGGFGSVYSGVWSG
QRVAVKRLAADSTQGVAQFEAELEALSRFRHPNIVTIMCYAQEGNERCLVYELMPNGSVRERLDRKGGTPALSWQQRRTI
ATDIANAMHFVQTAIPRQPLFHLDLKTDNVLLAADFHAKVADFGLTRSAPAQVDAHSYIRTQTVQGTLQYICPQYHQEGK
VSIKTDVYSYGMILLELVTGQQPSIDLMGTVRHQLKRSRKIDAVLDKAIDWSSEAKESAQAIAEHAADCLEPTRVDRPSF
GEILRRLSGEEVAGANEEEIIEGSDRECLVCYNAPTNAKLMPCHHACVCVACAQWMIQRRDKCMICRVLPTSFQQGTYTK
TFVP*                                                                           
>Cowc_CAOG_08893                                                                
SQILTSTHEFKQLQETHALVHAQLLNSVSNVEFQQLQEANKSLETQLASKLVDIDAARLRLMQAGESIRATQSRHAQLQQ
VSSQALSDSAQKQRQLEAQVQQLQAQLLSATQEMATKEAELEAVRVELFAAQLAGRPGTQPAQSVSAAAFAEMEAAEAEA
AANRVETPQLPMHFVLELTGNFTPLACLGSGRTGAYYQCMMGDQLVAVKRLLPQESADPTQFRSEIELLARLSHPNVVPL
YFYAEEGSDRCMVFEHMKHGSVRDRLSLKNNTPPLSWQQRHAIAVGVAEAMRFVQQAIPRSPVFHLNLKSSNVLLDNHFV
AKITDFGLSRSPPVASSKHIFRQGIQHSMQYLCPEYRDEGKVSLKTDVFSFGMLLFELLTGQEPSLNLRGNARREIRRNQ
HARATFDTTIAWSEASTAQAEQVCNLAIDCMEEARMYRPSFTDALEILGVAVPGPPPAADENDGARERECLICLSAPTTA
KLMPCRHACLCTECATTLMQRNERCPVCRGHIESFETGNFLQTFVAQRS*                              
>Cowc_CAOG_09154                                                                
MLSYQRMNSKQREVYDIVKNASQWFSLHERQYGDAEAQAIAEALKVNRRLTELNLGWNQIGDAGAKAIAEALKVNRTVTV
LGLNENQIGDAGAEVIAETLKVNDRLSVLSLDNNFIAEHGINRLKQVGNTACNPALERQHPPPPAQLQSHAAHAKFQANV
STESPQVARSTENVTQRQHQWYDKVKNASERLNLCTKQIDDAGAQTIAETLQLNTTVRKLDLSNNQIADAGAQAISEALK
VNTTMNHIDLGGNLIGEAGAQAIAGALKVNTTPTFLFLSVNQIGDTGAQAIAASLKVNKMLTTLNLRATQIGDTGAQAIG
EGLKVNKTLTSLDLSFNRVGDAAVRAIAEALKVNTVVTELYLYYNQIGDAGAQAIAEALKVNKTVMFLKLDRNVISETGS
NALQQVGNKTCNLSILNQSTPSPAQLQEMASRAAQVRPSVPTTTDPQVARSAAAGVPHAAPSSSHAPSSPTPPAPASKPR
GSANAGPAIPTDSTEEIRQLQARIAQLELERQAPPITSAAPILSTIPRVSLQVLSEATAQFSESKRIGGGGFGSVYSGVW
SGQRVAVKRLAADSTQGVAQFEAELEALSRFRHPNIVTIMCYAQEGNERCLVFELMPNGSVRDRLDRKGGTPALSWQQRQ
TIATSIANAMHFVQTAIPRQPLFHLDLKTDNVLLAADFHAKVADFGLTRSMPAQVDAHSYIRTQTVQGTLQYICPQYHQE
GKVSIKTDVYSYGMILLELVTGQQPSLDLMGTVRRELKKSRKIDGVLDKAIDWSPQDKDAAQAMAADLAPDCLEPTRVDR
PSFGEILRRLSGEEAGENEEEAVAGSDRECLVCFNAPTNAKLMPCCHACVCVACAQWMIQRQDKCMICRVLPTSFETGTY
NQTFVQ*                                                                         
>Mvib_comp8170_c0_seq1_fr4                                                      
KKIHMFKLLRKQPGLTSATTSTECGSSAASAASSTRVAKICGHSSCELTQPNCCHCADRRPRTHDGLYANYVDGVGPTRT
ATRHQYYCPPCRTGRPYPSQREQNRASRRPSPPPLPPQRESSLGASLRTLYDDGEDDVDIPFEDGMTETERDQLAQAIRE
SLRISALPPPLPFPSAPSCPNPPPFNPRDPSATEWPQCCICCDLEAAVAFVPCGHLTTCCACSKRVTQCPICRTHVQTHL
RVYVP*HTHTHTH                                                                   
>Mvib_comp11424_c0_seq1_fr4                                                     
PAATDAGAHRGLGPVGWKADAVVLTEPCHHLCLCEDDAAVIVASGAPCPMCRGPIANTVRVFPT*QQQSESRVATRSEHG
RRRGQSQSRLWAAPCSRTVCRRGRGYRQRRRP                                                
>Mvib_comp11623_c1_seq1_fr4                                                     
VGAKSEKSQPLHRAVRLEKVRVAQLLLARGASPSLAVAETGWTPLHFSSLSGNLEITKCLVASIPECQVAMSRKKDNWTP
AHIASLNGFAEILQVFIDAYGVGAVCDTIGTNVFPIDLAMRSFTETARSSSRTNSCHVMRTLVLAGCLSVCDISPPRRLL
AYNASLESLIVNDQLVDKETGAKSDEWRRLREKAMATPLAATRSTPPDTAVLLSVSQAVLLRALHAKLFSAVPLLIEEGA
PVNVSEAVACKLIPLFAAIETKDESTVRAILAAGADPAAVNDDGWCALLFSVRAGTPAIGRMLIERLTFAQCRVKEPIHG
YTPMHLAAAHQDASVEFLRAFLDKFGGKIMNVATNSGSTPFAMACQRADEEMMELMLGADGVTVATRDEDGATPLHYVAV
DTARKYLIEVIGAGGGGREDSLVQRFLPMEKLVRRGALVDVANDEGHSALDLVPDSVAERLRGLVAERNVGVIHANTCCR
GCLASPMTGTRWQCTTCYEVLCAACVAAEDHDHAVFEPLPDSARPGERVRPRESEDDEEPARQLSTEGTPTSVAMGGGEA



AAAVAAAAAMEVEKKEREEEDEAAAEKNEPARKRLRGGVIDCVVCLQDGAPVLLMPCRHLNVCGDCALRVTTCPTCRKPI
ADRISVYL*EKVCASKKVNIPSF*FN*                                                     
>Mvib_comp11737_c0_seq1_fr4                                                     
RDGNTIGPSAVGPYIISRETWPALLAAQHGTVEGWSTAVSLFTLTTLLLAALYIYRKRRPSPPSRPPHRSPSSFPPDIPI
TANDDASHTCSVCMEHRIAVLFSPCGHVCCCASCAHRCSLCPICRAPVESLQRAFLAS                      
>Mvib_comp12960_c0_seq3_fr4                                                     
VFFSFFSAF*KADKETVLRSTATTGVALNGPGTAAAQEQGGSDRNNSSVVTGGGGDDDGVDEDDGLCTICYASVANVSFE
PCAHRSCEECITRHLMNSKACFFCKETVQKVIEDSIV*Q*K*L**KYNNKKKKK                          
>Mvib_comp13477_c2_seq1_fr4                                                     
LLSTSELRYPSTGLHYTMSDTEGTEETCVVCFEPLVLSTIGECGHRICDACTLRQRVLTKSQACPLCRTDLPVVYMSANP
LASFQELSRARRPLEDRRSGIVYQSAQQRNAVENLLALRCSKCTHKDACFVSLGKFKEHLRHEHQLYLCDLCYRNVHVFP
SEQKLYTKEELRTHSRFREDDNGKCTGHPVCDFCSKRAFFDNDALLVHLNDNHERCEVCHMSGRKYTYFPGVADLHQHYA
TDHYVCGETECREQKHFAFATQIELNAHMKEVHDDKFKGMQRSTQRQALRIDLHNDLPDALASGSTAPTTARRG      
>Mvib_comp12960_c0_seq1_fr5                                                     
DDDDDDDEAWDEVDAAEMYGEDCAEFNVERNADTISDTNANVSTFTSDVDAAVDDSEARLREALPTLPRSFEVIEMCVTL
GSIVGVRVASTGMTRLRRMRQLQWHRMETLRVLAALPTKTTTETDAVDVDDETKAKETLEAEVQRRHLQVRVESFDKEIA
TLARLVGMRASTTLDDENERLWTFLSVLSTDILRQFSSTPYFEFVPEHYMEVAVDLMSSLCLWNRDKFAGDECEERASAF
QRVLSETLVHLSDRRIVSPGMTELLSRFVSVFGSDTRVMAAVERNATVRCYLLPSLLALFDDERMWVYVLAFVLELNPET
AYAVPSSMLGLSHVTPSTALARTMADAIAAEPVVARACLNNVLNYLNRVLTEFTGAVQDLLDTLNVTVWHRDDANQARIE
HRIRLTFCLVTALSAFLEQLALHGARELFLDGTEGRVNRKRVSQLVFAIVGRLVNITPAGKSLEGVLALKLQGWEDFDRA
RALVPLLGCLEGIQAAADRCGDEMTCERVMETLVSLESFDFDLLRALLADRSLQVAERPWARGRMTAFAQFLRRVSHASD
AQKKADKETVLRSTATTGVALNGPGTAAAQEQGGSDRNNSSVVTGGGGDDDGVDEDDGLCTICYASVANVSFEPCAHRSC
EECITRHLMNSKACFFCKETVQKVIEDSIV*Q*K*L**KYNNKKKKK                                 
>Mvib_comp13668_c1_seq1_fr5                                                     
GEVTAKHAASAADTTRVSAVAQEELDDLRQEVEDTAEVAMQRLKEIEQLRAERVSDRQDIDCLRTELSMLPDSRVRETAL
VRTMRAQLEGALKEAMDARATADRLERDAASSTTQWKAHMEAVMAAESERRLALEGELARQETELGQMRAQLAAVDFDQA
RAKAADQLVAVNHELRGLVESLQSRNGLLTQDLERHKKKSESLAELVEKYRPSDEGDAAERASRFLSADGEALIRELKEK
LATAEEGERDLRLMLNVYQTSGKDSRQQKELLVSEARLKEQVRDLTEKLEKLQTDIVAAGIEGSDSSLSGVGANLRSLKE
KLKAKTDDESALMSEMEVIGSAFQGVQDQNVRLLKQLNAHADANIQLMNERMRSARLKATISEQKEALEAAEAVRSQHAE
NVGRLEQRIATLMAQNAAGDRENVMRLSAIEAHRKRAQDLAQQLHETQTRLVERDSNMVEIQNAMRMKTQTIAEGEQQQS
RLAEEISMLRRKLERASKRSASSSGGSGGGGGSSADKSGGGGEKSSAKRDTTTDQTLLNYYKSTVTCNICNKNEKNVTLQ
RCHHAFCSECISVRYESRQRKCPRCGEPFGKNEIVKLVM*SERRRPMNERVCRERKR                       
>Mvib_comp13739_c1_seq1_fr5                                                     
MARIRDTLLELLQRLSRGPAEEESDTTEARALCGVVHIMLEGGVAGTDLEDRTPLQVASENGLTDAARLLIEANADVHSV
DAYAGQTALHCAADQGHTDVMRLLVQAGADVNCAKRNGDTPLHLAAFHGHVESTHLLLGWGAKVHSFNHDGGTPLHAAVN
IDYTSANLDDDPALLEELQGRKCEIVQMLLAHGANPNAPDAEGDTPLHFAACDNQCKIARVLLEAGANVGARTDHASTPI
ELAQGNGHTECVALLSRDEWTSLQHRCRVVLRTAFSAHDIAALPQLPLHYKQYLGVVTHPTTTNTPQQVIPHHLHAIQSA
TQPTTLNNNNNTPHSTTNTSSSSSSSSDVDDSATAHVVECRKNVAAIVDNCVILPDVPAIENNNNNNSNRTVIENEQQQR
KIADLRAAVCRYEAVVLRQSNQCTMLVATAERQKSLAKAAVVEAALCREELRVAQEQIACDRAKLAQEGREMEQKFEEEC
QKRVKAEVAQATAEERRKLELREEDVASLTRACNASHCTTCRTEPPNVLFLPCRHLAVCKACFDRQQEHDDSDHLYTHCG
MCQERVYDHIVCYVQQGQNT*KITEAGNSIVK***SNLLFLLKKKKK                                 
>Mvib_comp14153_c0_seq1_fr5                                                     
FFFLHLVLRVCCTYR*T*RDHPLGRYNCLGMRESSASPPPAAAEPTAIKVAIVGGGGFLGRRMAAELASLGNLVTVIDLN
ELALAEATASIRGDLLANARQGTLAIGDVETTMDRITFTSNTESGVSDSDIVFEAVPEDVQIKSRVIRSVSAACPETCIV
ASSTLSINIDLLAPACTKPERFLGIRFLWPIFLIDQVEMTLSLQTLIPYVRRAKSILRLWNKRPFYKTHDDVVGVRLTEE
EGQRQQQSRLMALYTAQERTMGEEDGEGPGENTCLICLASQRDIQFAPCGHVTCCEPCARTLIATEPQGAKCLVCRTPVT
SLVPVILM*SALLLCSFPSSYV*LLMDMEHIHKYTFSANSGDHWVAAAAAASS*ARSFFLFFFASARSS           
>Mvib_comp14195_c0_seq1_fr5                                                     
QQQQQQQQQVNPFLNNALTHQGEPGTQQQQDDDPSEWVHVDSDGNTHTDNDHSTTTHVDTNPSSTTSDPRGSDAAETGCV
VCYDASPNMCLLPCRHVCVCQECSQQMGQNGFTTCPLCNQRVDSVFQVFIASK**NRVSPKFTMAIEKKKKKK       
>Mvib_comp14998_c0_seq1_fr5                                                     
FLLLVAITGGEVRRVVTNSLLGGSVGFAVMIIDVVTSEMGKSSMSWWYSTNAAVIALTLIFVIDALLFVLHSNLVAPVLG
EPLNSSIAIGALQLFMAFLETREGSPAYFQMVVDACRVVATPLTFYGAHLVLGVLVIAVVLAGFLLIFRFTRNFTELDLT
MTGIMTRWSCTGTAGFHLALHFLMRCGPLFPVSLALTACLWVYMRVDPYRAQIAEQVKDAEGGDTPLHVLVRRRDWPAVT
VLVEAGVDVSRRNGRGFLAHDMASDDATGDVAPPEVLRLLETKKMQEAREKRELREITAQQAEEAARQTAAAAVQANELQ
ERKERAQRKKQEAAVAAQAAKQARKEERQRKERERKEREKAERERRQLEKKEEEEEERAAVEEEEERGEEAGPSGVVESN
ETRGREKDEGEKVTGEEENAIRRAAAMAKQDEETSLEVVRSTEAEPAQAHKLTRDGAGVTSTDTWGAEEDAILSAVAHNR
LDIERVSEVGSILTEDAESEEEEDDDDDDDEEEGEEHDDENGDEEEKEEEDGLEKRSMMLERETTLVVGERITKSGGVVG
ALPHGIPVSASSAVSTGASGSGDPELRRALQRITELEMQLEYSERVQLAAAAKKQREVDEETMCVLCMSGKREVAVLSCG
HLCMCTRCSFSFNEASCPLCYEDVVASVRIFCHCNADE**RRIGRGKEEGAVIVVET*M*INLLGFFCNGINIKETRRKR
QK*KPL*DYST                                                                     
>Mvib_comp15555_c2_seq2_fr5                                                     



ENRATNCRTALQPHCLCRPRPRVQCTKPLFVAVELYFGSQFFLGGQQFSSFEPEAYLFGAMTDLNFLANGRVGVLPQPAP
PLMRHTTTIRSFVNMKKDTLRLVKASVPGLGENDEPYYYVEFYFDADVQCAITLYFCATQVLNENNDLDFQPFGGGKRTT
RMVFQKGYGQKFHAPNLAFRLSSLPQEHTSFLDVHVRVAAEGGNPTDPNLRQVFPCVILIEAHSQARLVRECSTDIPIPL
TSDGIDREVDGSRTRSTQSQFTVGSFERSGGDDATLANWSIKPVKQALHIGGVTYVMQEIFGIERTKETGAEADPVDDSQ
TECVVCMTDPRDTAVLPCRHLCLCHSCADVLRYQSNKCPICRSLFHSLLQMRVAQKIEATLIEEEGGEDGAAAAATASGE
EVAEGNVTDGKGARASKRAERFRAVPIVEALMSNSSTSSAPARANAAAAAAGASSSAFFCGKATSPFPP           
>Mvib_comp16182_c0_seq1_fr5                                                     
FFEMTETCATCKTNPIEFKVMPCGHATLCRACAMKQATGGKCKKCQKMFSECARI*HGRLQTRLTNKQLSTERERERERE
RERE                                                                            
>Mvib_comp15555_c2_seq1_fr6                                                     
LSAIASNLASRRLPCHCALVL*NVTMGAGQSTANGDNGATANELAVTGDAVERTNRFAYPQPENQLYFGSQFFLGGQQFS
SFEPEAYLFGAMTDLNFLANGRVGVLPQPAPPLMRHTTTIRSFVNMKKDTLRLVKASVPGLGENDEPYYYVEFYFDADVQ
CAITLYFCATQVLNENNDLDFQPFGGGKRTTRMVFQKGYGQKFHAPNLAFRLSSLPQEHTSFLDVHVRVAAEGGNPTDPN
LRQVFPCVILIEAHSQARLVRECSTDIPIPLTSDGIDREVDGSRTRSTQSQFTVGSFERSGGDDATLANWSIKPVKQALH
IGGVTYVMQEIFGIERTKETGAEADPVDDSQTECVVCMTDPRDTAVLPCRHLCLCHSCADVLRYQSNKCPICRSLFHSLL
QMRVAQKIEATLIEEEGGEDGAAAAATASGEEVAEGNVTDGKGARASKRAERFRAVPIVEALMSNSSTSSAPARANAAAA
AAGASSSAFFCGKATSPFPP                                                            
>Mvib_comp15555_c2_seq3_fr6                                                     
KMSLAFNLLLTFIENVVL*F*LVKASVPGLGENDEPYYYVEFYFDADVQCAITLYFCATQVLNENNDLDFQPFGGGKRTT
RMVFQKGYGQKFHAPNLAFRLSSLPQEHTSFLDVHVRVAAEGGNPTDPNLRQVFPCVILIEAHSQARLVRECSTDIPIPL
TSDGIDREVDGSRTRSTQSQFTVGSFERSGGDDATLANWSIKPVKQALHIGGVTYVMQEIFGIERTKETGAEADPVDDSQ
TECVVCMTDPRDTAVLPCRHLCLCHSCADVLRYQSNKCPICRSLFHSLLQMRVAQKIEATLIEEEGGEDGAAAAATASGE
EVAEGNVTDGKGARASKRAERFRAVPIVEALMSNSSTSSAPARANAAAAAAGASSSAFFCGKATSPFPP           
>Mvib_comp15555_c2_seq4_fr6                                                     
K*TST*KWKKFALSVCITFFLSLTLCFHFLLSLPPLFLSHVSFIFCIIVV*GAEADPVDDSQTECVVCMTDPRDTAVLPC
RHLCLCHSCADVLRYQSNKCPICRSLFHSLLQMRVAQKIEATLIEEEGGEDGAAAAATASGEEVAEGNVTDGKGARASKR
AERFRAVPIVEALMSNSSTSSAPARANAAAAAAGASSSAFFCGKATSPFPP                             
>Sarc_SARC_00396                                                                
MCEVTPIADLEADDWVHATLKSLSAKCDTLLQLLGTKKADVPESAERQLFVYMTIILSNTYQDMKHVYPNGLREKRFEVT
KAQAFDWWKAEFPEKHSVSCMEFINALLKSYPIEPSEIQQLKSSIDITDNGRVSWFEFDVFTRLFQPWDRIITNWRLISN
DHPGFQSYITYEEVLQLLAKYTSKPGSYVFRLSCTRLGQWAIGYVDSNGNIKQTIPQRTSLYQALIDGAAKGIYLYPMGQ
EQNVDLTAESSLTQKRHISVSKEQHDMYVGMDSLFELCKICTANPKDVQIEPCGHLICHSCVSEWQKQAKNECPFCRKEM
RELQSVVVDPYRRNSLAQKENNGLSKKKSIALAINTSSLLPVAIEEEAPPPRPAKSPIANRSGRSSLQPIDASTLQAKHS
LTFNNSVEFSGASADRTHSPPTTPLPRIPARGDPHPTFDRRDIDSTHSAEATHISAIRELSLPVEGTALIMAGVLPTRPS
DRRASHNPDISGLQISVTDSAEQTQVARQPSLPVPRYEQLPDSGE*                                  
>Sarc_SARC_01361                                                                
MLSQLRALGRAAPRAMTLLNRQAFRPGIGFHTSQISNSAKVMKSTLTLATRRVPNGQTWSHFFPKWIKPRTQRINLRKAF
GGVSTASAAGISLGLSIFTAPAMCEPCRESVESAKASYSKIWHKPRSLEEIVAVYAKHTSMLTQEVADLKVNNERMISTL
LLNEARIAAASETTQMLREELESTRNQHISDIHELEDARIALAEMNENLDWKLEASHTCVICMEDPRAMRFDCGHLIACR
GCTDLLVDKGHPCPMCRSSIGDPLPVFVS*                                                  
>Sarc_SARC_02456                                                                
MYEVTLVTSGIQQIGWATIDCIFSNEHGVGDEVDSFSYDGCRLKKWNVKPEPYGEAWVQGDTLGMMLDCDNGQISYCRNG
KSLGVAFSNIRCGERGLAFFPALSMSHLEKCDMNFGHKPFRYPMAGYRPLQVQTASVAAVKRNSAGSRAFMSGNGNGPGG
RMGVNEADFVDLVDHSRWGEPWTGTDLGSYSEAGERELGTSQGDVAFVRYLMGCYNRLLLGDGPKGSPPTHSTIRSTIQE
PFHRDVFILLCQIMNLLIPLLVSPVVVESVLIPFLLENTQDQSTIAESEGAKSRIQEFTEYFLVFADEGEQRAVVECVFK
CLSNKTRSGSDLFQNYLNKKSCGHGGGDEDSDQASSNASSTQNVANRAPSVVTDEDMLTETDQSPSAQYTAIGALALAWR
LLSNRTILSILQRSRAFQDILGGLLSSWQPSTADLQQIYTSDVCTSQTCKLRRDADNEINLHFTGQHGTSLCANQCEGQC
ARERAQQKWKQDAETYHNIHHAHMVRLCKLFLMDDAPLADSFQRNFKSWSRQGPNSAATTPNGPHVSSPMPYLSRDRPPP
HPMTTISPLMAPLGMSTVVPLQRRSLEGTPSAATPVSSLSRTGYMSPFPGSPLDGPLRTAAGTDPAAYLAEPAVLGEDPE
NALLSSAVSSASGAYQRIRDAIRRRSIGFTPTDDDPVQTSPPMDPASSELIPSLSGETFSPQPTSTLAAAFALTPTPHDA
TATATIARSVSPVLPPGRALANTSAPALPRIRSASAAANVRRGSSASASSSGGTRTALTPSVVDSDRTPISPQSVMVAWL
KEHVRLLMKRRRHTETVVAAGLSDSSLDENLFFALLTIYKDSTYTAEGEASSNGIKTDTETAGMALDLLATFSSDIPEFQ
NLDRIGGSFEHVRKTEYGEVETEEDADELNDQSELMDLDGSDDDEEDDAMMDEQPDPLRSTRSGSGLSIQRSHKPAHARS
DADGETNLKVDWKVLILHIIVVLFQHAVSGRYQQIDCNTKYINVTLAKLHKLRQSLSRNPSESNSNNNSNSNGNNTKITN
NDNNNRTPSACCCCACSDHTSIDESPPKTYWAAADTLLLKDISKHLRMRSWQHDLLLHPARRAGAIYFYTHLLTLLGKLS
ASRFFTYIPEIYAECSISSYRALASSIGHTLIQDQRVADCTRILLRYSLNFRNSPVTSPSLREMMLKCIGFSLSRSGYRE
LCERDEVMRELLVKRMLESFKTRLWILITPIFIRFYFGETMSDLDEWIDSEQSCESAVYQTCFAETCANTPALAVEFANH
TFNHCNWAVSELCVSLQSAMKRLQTGQYYELQDCRSLQEQTQRSMVFSELTLSLFRLLEMTSRDATSVFTTIGGVATIQL
VELVAQLISRAIRFEGLEDPDIKAVIVNQFPALLKLNQETIFTVVVRCLLNMHTSAATGGGKDPKSISIIDAIVTYDTAF
AKTLAGLLQVRLDTGSAYGQVDENEPSNEDAMDVGVVASNGSHKDGGYSTPGGIQVDPLLDSSEHGAHATVDADKLRSFI
SDLNDARVQLEAKGLAEDEDDEDTCSICYTYPLSATFLPCRHQSCHQCITRHLLNSKECFFCKELITSIEHLT*      
>Sarc_SARC_03168                                                                



MGGEAFPSLKAFLFGPITDLAHLGNPTVVKEGMLESAENGSRTDAVQCGINLHRSSLRIARVKNPDAPSTSAGGADDSGN
TNSTSEVGTASHDTMSPAISAKFNPDDKHTSDTALYEEDDAKLYQYWLRFRFDSVCRVRFIIHLGATEYTDGSKKLALKS
RFTSEPFYYEAGFNQEFEETEFTVKPSHLPPSERKWLKEMPAQYPMVVMMEALNERDEAVESMTTTASFEENAEFKFSCS
VMKQKICSGGVVFMLQEIYGLEEDDPDAPTADEDDAVNYVDDEDHECIVCLCDPRDTAVLPCRHLCLCHACAEVLRYQSN
KCPMCRAPFHSLLCISVAKKLKPGQDPLEEEEEEEFEGERYRLVPISHAADKIEPPIKEIVEVSDGDESKIEIADPSDDT
HVDVKRSSKKKAVNDDVESEMDQIMDASMEVSSDSHSADGTSQTESLK*                               
>Sarc_SARC_03905                                                                
MTYVEPPSSTRVNILPQSQDDKGLMYASRTASETVNTAATVRPEIPVRRSEPVAVYASIVPQYQQTLGSIAGFPSPRVST
PSPGLAYSPTDTMPHTDTQTRTAHQEQVGNQRRLSEHIQPSQPAHSQLPQQSSNQPANSAKEYIRSNNVAYLQQHSHPAS
GDAGYDWQPRDVDVSDRAKSDHQASSRGQQPVDMKQTDTHTHLELPTARRRSVQNAPTSPLLSYITARRRQSPARAHTLK
NSGPVLEFSANGTQLSTVGSATAGQDNAVDGERNIVDASDELNELRRAMSLPPSTGAETGLGMNILLGTEGQPDLGGRLD
AELHQAHADGHMLTHKIAATHMDNIAVTPGAGHVPLSPITSQQLRDGVNITVSTNTHDHQEPHPHRVYFDEASSRRAQTL
TPTVPQRQSDECVLPKLGNGNERVQLDRVSMGTEESSANQPAQDMQSLDSKGGYWGSPLFNSDGAPNVGTSIYRHSSYPA
PTTPNMKTLAITEDEHSQFALGKMLTMGGAPVSPLGRSEANIDSAGDMNAGIQQATPTKAYKQRPLSAPTQPSQGLAQIP
ADPTLGEMVVAQPHASVVEHPNAQERLPWQTYDPEQVQIQSHAQAQAPMDLHHDCVSIVQYESLKYQSSNIENALKRELM
TTRKRLEEVKDERDLAERRLQEFQYLANVTQPSDFGGSGLINFKYDELQHATNNWDDKNKIGEGGFGPVYRGVLHGQSVA
IKTQSTGSDQGALEFAREVAVLAKYRHKHLVSLMGIVRSASYLCLVYEYMSLGSVRDVLDHKGLGVDALPLTWIDRISIS
LQSAKGLLYLHRGTTPPVLHLDFKTANILLDKDLHAKVADFGLVRSTPELMQGTHAMTRRLNGTHGYICPEYASSGRITD
RTDVYSFGVVLLEMLTGLRAIDETLPVADLVNRVKDYTKFRCGDFKSRQRVSMSTDVSGEKNFSGSTLTALEKMYTEREA
PGNQQIEFDTVRERELAQLQRYTSSDNVSIDPDRVRNVMDGIHSDGDWPLDQVTRFLNLALHCTKSRATKRPTMSEAMGR
LEEMYLLAEGVRTGDFNLTAFNKKKSLDRMTSDIGESVVSPVKLAAESPTENDTLCVICCSAPRSAEFQPCGHCVLCHNC
AMGMATNGDSCPTCLSKIDEVLSRFEVV*                                                   
>Sarc_SARC_04351                                                                
MDWPAVNVRLDTFRVLNYTLTGLMTLCTILNFYVFQQTVMQLHEIQKEIGLSTSSSQMPLFNQTTDLTSSDPVEPLTRSF
WLTFFLVSPTVALVWYELLDFTVANVLQCMFYPQLRVLAVAKAKGYHLSPRYQVALSPFVISVAFDNFVFWWNVVQVLRT
IRTMIRNEERRIRNPAQFSQTVDPVMANLSNFNQYQLQTLRRELVDLETAVHPANHGRLRSRVREIDCLLRQLRSTNTAA
RARAPSPSDECVICWTETPRVTFSPCGHTVVCQRCVTQWKEMAERNPGREVCPQCRMWVMTTTYMPTYERPLLSAAQYER
QRDETTNRELQALYTHVRRTRASQRTLQHCPSQAFESEEAFHTVTGRRPRHMRPLLLQKQLKQPANNGNIATTECKRL* 
>Sarc_SARC_08149                                                                
MSPAHAGSVKLTRTKTSKKVQGILWQSENSPAPEVDLSDCQIEKLPNELFGLFSGEKNSLILSQNKIVNFGPGARLNAFS
RVEILDLSQNHINKLPHELCALIVLRVLVLDHNQITNVPPAVEHLNNLTLLSIEHNKLESIPKFLAKLPHLEDVRLGGNI
SLKDPPLAIYSESGCRGVMQYLVREKSAVYEGPLDGIDTDTVLDTAANTVAGLYTASVSDQPKQGIQHDLPRASTKGVAQ
LLWEAEMSPDDVADFSRLLLTKIPAEMFAVFISSEKRTLKLNINLLQSFEGNMNSLRNLQTLDLSKNRLKSLPDALIAAE
SLRRIDVSYNQLSAIPLVLSKLPLLRSIYVKHNQIQDLPHELTSMPYLQSLQVLDNPLFYFNDKARRSGIPDIHVEEAIT
SGDDPLLRLLCKLANVQYRPPMYVEDSYMPNQGRKMQALGALRVHQEAEDQAVKDVNDARIRFSEAHLRYTELQSRLIEI
SVRERFAGQDDRALAQDRSAAVSEIAALLPILGELSNKTGSHSFATQPSPVRAHLRSDSGYPAPNSFPVESTIPTKRSEP
MVSQSSCTQSASATPGYFSGESDIAKQQASYAPSGPPSSILPPGYSVSLACKDAPAPLTVCQPPPYLDWMAKDSKAEPVG
NSARTGESDVFIGASAPRLSEEFNHVTIARDDPHPSQKKIVSLFESLGLKQHISRVLALPADDIGRLMSDDNSTVLDQFG
LTPADHKMCLLALNTVRDSEAKLRLKTQRIEEHVSVQNSQTKQSDKAPLQRSQQRRCAICLDKSIEIVLLNCGHACSCLE
CSESLTECPICRSQIARRVQIYIA*                                                       
>Sarc_SARC_11114                                                                
MWNLFRNPQMFNMNGGSAATARPNFGLRSSPEESEKAWALLEIDWRTLNHAQLANYMPQYQQLLTRMVDETGLMQKSLKQ
RSGAPPEPEKNCVVCREAPPELCFAPCGHSTMCLDCHIIWQSLDNRTCPLCKTAVTDTFYRRMYERKLLSCDEYTQRGLA
HTVSEVSKLLLYIDKHPETIEKLAHGKKAVSDIMKESEKGR*                                      
>Sarc_SARC_11761                                                                
GVRQVLKGVLISLDARHCSDGPVVPPPHSMSSSADVLTPTYTGANGSEFPGHGAGVEASVRNCDTTASRGSELVAVKELA
AHDLENEAPGPENGARTGANVNTNTRRYSSARTPSSTSRTIFIHPTMRSTSLQATGSRSLSNMSSPSSDQHMDAIHPRAR
AASFSQSGTDTPSHRAPLHCTTEVEKMERNIRTRRYSLRSLLSKISRTGMRYDIAKKCSSCGDDRDEPSAHHVAQQLAFC
ATWALDNSFFALDDLLLSRPLLLGKPYMLDHSECGRHVKISADGLEVRNDTHEFESIRGGMGVSQGCYYYETQVLGPFCF
QIGWTTGSVTYYQGGDGVGDDVGSVGYDPVRQLLWSNRGTDDKTVPAQASRPMQSGDVLGFYIELFERAKYGRYTFALNG
EVVVSLHSRFPVSPETRYYPAASFNYQHLRFNFGQRPFKFEPPPHYEPLDACVHQGDYNFGLARIPSAYTRHHEHIEILK
GRASGRTPTPLEGINECQICFEKEADVTIMPCTHDSMCMSCLLRCTHCPMCRVPIEDRLTSERLHKYQEAA*        
>Sarc_SARC_12152                                                                
MEKSELLILVWNRVIKLNAPNKHKSNGSTTRASPGGVSSNGNAANQPHQRATRGQPQATRTTTQAPRPTTSTQQQPPTRS
AEAKASPDNPLAGIGQDISNAFKGAVSGIGDMLNSVDESINPSNRRASGPAQGSRSGTAARSNSNTQTSNSSTANPSARS
HTNTSAGTPGTTTGTGTTANTNTNANSRTSPATQTTTHPNTGTDRRSPNTRTTGGDRSSSTPANADTDKDKKTLYLLEDL
HTEDQVRALNIRQLKYVLQKQHVTYAGVVERRELHDMVMRLVRQQAMDNLGLYARSPTKRTRSKPEDAGSDGRSPNDTSA
TSLSMGIGDDDDEDKDMCKICYERHVNCVFLECGHLVTCVDCGFQLTECPICRQFITRRVHTFRA*              
>Sarc_SARC_12762                                                                
MSRACWKATEDALFHFDVDLAVNLYLSVHAEMPSDNPGNEFMDMSTRVWLYRWHQPDHGGLALTASEVHHLHLQLRKACV
AGLVYRVQWYLLFWGVPVDPPSGVPNPMGLSLMDYTIIGLGSEEMLSLSVRSTGSENMSDEQDGFAWARWDFKTPEGMWR
KMFDKSTGMSKYQASDLRRNKHSALYYLQEILRPETRKWERCQIMHILLRLKGELSVRLDQIIGHGRSEMLGWLISQGLI



DLNRNVLVVAGGPKIVVGHDKNTSAQPADDSAHDNSMCDSKESTEGNGSQSNEIGVSANVGERPKREADADEGEINRAKR
TKVASEVPDKNQDNKSQAGDTVDGGEGLRNGNIGEGSEMTESVVNISPPENTRAYDAECCVCLHVPRQWIVLVCKHEVCM
GCAHQLLMAPTEDSADDADETSRNKMITCPMCRATNPAPAPAVKYLDDPLENMLLLLSYTAPVLDEKIKDIADSAAVGAA
QAEQPVVTLHELLVAFCANIGAVRPLALLLRHPLSYDAGLRETPCLLFKDESPLHMAARAGHHAVVWFILCSGEYPGIVR
LCLTMDSLSSEGFHPIHLAALGDHSGVVQIFLDMGRIGLKDLLDRTYEDLVNKNREKYPKMAEMIDHNDAYSFLEELLPA
MIRSESPMEKITARAKFEYMPACPEELFDLIVTHDRVDVLEWCTEKRDRCDRKISFDCIANHSKAEKGSKVGKYLLLQRA
KRELPDVIRSDALRELARGYVRWQSFKEECEEWDDYYKSVELSLPEAEVKRYSLREVWVRVLTYAVKAKQDGDLETHEQG
QLELVEWVLDRLDADQDIQVVYSAWEYALLHYLPCTDPLKHKLRSANFDFNSTRGGALGSYNDRLFTVYMYQPWDSTRRD
KAAVGSLEMLRVHMLETDAKLRDITPLETGLVALELLQSSPIEADTTNLNSLHLQMARILLYKIIGFYVEQLSTERPVMS
RVTRPMPRLSMNLVDGLIRVRHLEALTTLALQKGVNIQSRVLNRQSRISKQSSSFFCSVETFQQKLEDIKMLQRNMYDVV
DQLSLCDASTLDSRIAEVLKKHEGIVLFSRDGNPFPAPDIPVSKNTPGEGPA*                           
>Cfra_g476                                                                      
MSWRSAWWWMFGGDSSRGSDEELGYNNNNINLFPIISNNEDGNKAGESIFGENFFMGGETFPALKPDAYLFGPLSDLVHL
EQPVTRKEGESASAAEGSRTDVVKCGINLQRSSLRITRVQNPDQTSSVSSECTDDSVTTESVERANEYTSSARLSGKQNL
ELTTLSSNDTAEQDDGKLYEYWLRFRFDSVCRCRFTIHLGASEYLNDEKRLCRTSRIKSQSFEYEAGFNQEFSEEEFTIK
PSLLPPSERKWLKESPSRYPMIVVMEAINDNGKVAETMSTSASFDENAEFKFSSSVLKQKLTSGGRTFMLQEIYGLEHHA
INPSSTNSAEEKEKDCYIDSEYHECIVCLCDPRDTAVLPCRHLCLCHGCAEVLRYQSNKCPLCRAPFHSLACISVARKLK
PGQEPKEEEEETEIDGQRYRLVPVSQAADKTEPPTKLTETVINDTCDTPEEAEIKERHSSLPNTHLSSTHIADRVFGIHD
LSTFTVGKLRIVEGAPSIKQISAQAINDLKPIDNRASLSELSDPLFKHQWHLHGRGSGMNVLDAWDMGYNGEGVIISVLD
DGIEHKHSDLVGRYEPLASYDIIDRDNDPSPRYSDGHERSHGTRCAGSIVANADNEICGVGIAPKAKVGGIRLIDGDITD
LDEAHALNHALNIVDIYTNSWGPVDDGVKVEGPGMKAQEALQTGVRDGRNGLGSIYLFASGNGQSVDDCNCDGYANSIYT
LSIGAVDKDHNKPWYSESCTAIIAVAYSSGGNEDPGISTIDVDDSCTGEHSGTSAATPLAAGVIALVLQANPSLTWRDVQ
YLIVQTSSKVGANDPSWNRNGANHLVSSKFGFGLLNAADMVRIALKWESVGTMEIIDVIGGHGYREDVHPLQRNIQFIEG
WPIPEEKKGNSIVQSVFVPNEQNGGRVDCVETVTVTVTITHENRGDLEVILRSPMGTSSNLLSHRKFDNSTEGFVGWKLS
TLHHWGEDPKGQWELEVRDVSENSKVGTLIEWSIQCYGVRKMLHSGASYYIYIT                          
>Cfra_g1182                                                                     
ELIRIAKHYNIVIPPYLEKPEFLALVWNKVISPQKVLGPTARLATASTPKPNEGTQKANGTYRGGNSTQPNGTRPSSNVN
SSTDARSYSQYRSTSTASSFTHTSRKSAKKSPAFNTKFQSQSQSQPYTQSESDPVQEGIDNIINSNFAKGVRDMVTGIVD
ALDPSSSQNGPNININTTTNANTGGSTHRSEGGSGAVGVSMEQSRGANTTSTNTTSTNTNTSKTSLNSGTSKSTNSNYSG
DANGGVGYHKNALYFLSDLRTEDDVAMLTIRQLKYVLQKQHVNYAGAVERSDLQEKVIRLVREQVVDKQIHSSQIDTNDA
CVPTQSLSVSVDKDTDMGSPAIPSNNTSTSNIVDEDADMCKICFDATANCVFLECGHLVTCVDCGSMVMECPICRQHITR
RVHTFKG                                                                         
>Cfra_g1248                                                                     
MGKKIIPNAATADVGTVAEGMRSMSIGDRDEIESDVCTVCFEHMEYFSVGACNHRVLCHKCSLRLRALMETKTCVLCRTI
CPEVVFTQDTETVFNQLPVKDMQWDANYGIFYEDAAVEKWVQSKFKYKCLKDGQESPHLRALKEHQRVEHSLFYCELCIN
HVKVFLDEQVLYTKGDLNKHRKNGDVDRKSDKGHPMCKFCSTRFFGPDELFEHLRKKHYQCDICRRNGDANAFYADYNEL
EVHFKADHIMCQEPECLEAKFIVFGSELEFKAHFASEHGKGLKQRERKAASLLELDFQYRTSGQSSSYGSVSGYDDRGVG
RDRNRSGDQHVSSSVCASNRGNGANKSAGKQAIVHNQNVTTEFVRLDDPQTPGESTRNSIGRGRGRGKSNTNGSFASVQV
EVSHLSTQTDGIRKGQVSRSGKRRAPAGFGTTLNPSEIANMSNTKSNAALESTGSEKQSPTLGTKSASLSPTPADAKKSP
KQQKHELAPIPSNAIERNSVLIRNIKEALEYDAVKFQKFKNMSKLYREDQITSADYYEQFHKLMGKVANGLFSELIALLP
ELDKQKELLAIHNDKKAEARQNEEFPVAGLSAHRASKMNRGAWASGTSGNTATFTNTSHPPLSSRRTGSPVQNSRESYHL
APLTTTSKSSPSTSKGVWIGGKPNHPPATTTSDFPPMFSSTPSPPSYSNPVGGHKRDAKAPPPPALKGAFSHTLRKSGVA
VHPLSGVGRAKHDLCIVCRKPVPLTGMADHMKNIHNVIQKQDADCFVSVPKANMIDNAAQRACREYF             
>Cfra_g1585                                                                     
YGLNSIEKILKGKREACDALYKPIATPEGRLGPKVVTIDKENAKGCLKLSGPNKLQVESLSRFLSFRGSVCVYKGKWMYE
VTLITSGIQQIGWATIDCVFSNEHGVGDEIDSFSYDGCRLKKWNVKPETYGETWVQGDTLGIMIDCDEGQISYCRNGKHM
GVAFSGIRHHERGLAFFPALSMSHLERCEINFGHNPFRYPVAGYIALQIQTASVSAVKRTSASSRSATRNSEGNGEPGWG
EAWGGCEIGGYEGMGNSKDMGTQEGDVVYVRYLLECYTRLTTLDQCHPPSHPTMSSTPESSYNSDINRDTRDTHRSVSPL
TDTSTHATLPIPALPPPETYNRYLFVALGQLMNTLIPLLLSASTMERVFIPYMLNMLACGTDSQTDMVDGVGANHMNLLF
DHIFNFADETEQRTIIECLFRSLSVSHRSNYLTDDSSTRASNITKANEHMNTHCDIHDDNDIVMTYEKSVDSTLQTTAFN
GSFSQQSSHARTSNTSVSDANKMDTNTIISAHAPHVRLTDLEALSLACMLLSRREILAILQRCRSFQDILGGLLSSWQPG
KADIKHVYPSRMCMTCVNSSSHLNSQLHFTHTPTCNDCCCSYSRDNMQANAKNASASKGEGEGELDDNEANGCDLAKIQS
AWDSDVDAYHIDRHALNVRLCLIFLNDNSPLWSVPAHHSKSSNISPHTKPTPVQRPEQSAIVSQYIPSATTSTLTNMHAH
IQTPQTQNVPVEQDYVDRDLATEVNSSAPIFGATPMSTPLLYPSYSSITTPGTQRISVLSPIYPEQLVRPRFSSIAAAPT
LVQPRAVSTASTPEPEPESVLHIPCTSANTNATAHRVSFSATIPTTYSTPTRPASLSEDQSVSLNASSAALQRARARARM
VTQATARLASVSGSRSSSRSAAIEAAMSRPPVTPQSIIMGWLKEHIRLLAKQRRHVEMTVTSGLSDSSLDENLFYALLTI
YQDSHAIPSDQESDTTYNRDPSKLSEKLLDVFSSDMAEYSTVDRVGGTFDHVRKTANGAEDHELGEGESEGLDLEADVES
DQAQTELMDLDMSDDNTEDLIDELLTLYMLLFLGKLNSLSGRRTGSGLSIKRSSKLASYKPSAEAPAKMRVEPRLQILHT
LTVLFQLSVTGRYQQIESNNKYLKLKLRKLQALRRTSRAPSNNTQHSTHTTKTTPSFKCARARQYCQNPLHSHNVSESDA
HSTHNEFSELSTSKTSTHTSLQPAVMARRSGRCCCCCGCCCDSSDGTRGKRDKKFKDVADDLLSEDVSTCLRMKSWQMKF
LLNEDRKKSLVFFFMHLVRLLNNFSKSKLFPYVPELYVESSINSYRSLMSGLGHKILENHDVWECGDLLLQFMTNFGNIG
VVASPGLREKMIKCLSFSLSRKGCQALCENSTVVREVLVNKLLEAFKTRFWILITPILIRFYFGHIPSEIEEPWTDCEQS



CGSEVFQKRFELTCSADQQLAVDFVNHTFNHCNWAVSELCVALQSVLQRLRTGQHYELQDCRFIQEQTQKSMVFAELTMS
LFRLLEITSRDASLVFTRIGSVATVQMVELVAQLIRRAIRFEEQEDPCIIDTISTQFPALLKLQQEQILTVVTRCILNLH
PSTSGHKQSNSAVQSTPSSISIVDAIVSYDLDFSSTLQVRLTSLLETGYAYNSGFNKTVKGNSDKEDIHDMYDAVPSEKL
STFLADLASAHASKVNTNGENVGAEDDDEDANTCSICYTFPLNTTFLPCRHQSCQQCITRHLLNSRACFFCKDEIETIET
AD                                                                              
>Cfra_g3131                                                                     
MPSQRRQASLGSLDYISNSVFMEVSGISHRDYVQMLMRMSAEHVKLVTNQRCDWSIASRVFKYAEEDDREWLAIVTALTS
LPSGPFSHVFISCFIQYWLPVPPVSTDLIRLLTNHISACLNNGDCDHGPLNTCILLHALAYKYSGVISEFLLSQEILTDL
LRILRDNSNRTLQLFSLSALEAFSKCNVNKRKILDAGIRPIIKGILISLDAGGNGTGDRPVPININKYKSTCSGSSSSLG
HGCDSCSGSQSETNEECSATACMDDGEQCAQRYQAPSPESSKCKTFVEKNLRRHHSGVTKLSKRLLSNSYDPTACTEQQP
ATIPVTRSPTDIETSIRTRRYSLRYLLSKISRSGFTHGHAKKCSSCVTDDEPTNESYTCHQLYFCVTWALENSFFTLDGL
CVPRLRSLKKRYILDYGESGRHVKLSSDGLEVRNDTHEFESVRGCMGVYGPFCFQIGWTTHSVKFYNGGDGVGDDIGSVG
YDPVRQLLWCNRGDDKTAPAVASRQMKSGDTLGFFLELFEGAKFGRYLFALNGEEVVSLHSKFPVGPETSYYPAASFNYQ
HLRFNFGELPFKFEPPPHYEPINVCLDRGNFNYKLLDIPSTFTRCEDHEQILKGIGMSRSTTPNAVDECQICFGNAPNVT
IMPCTHNNMCMDCVMRCTHCPMCREVIEDRVDQDTLCKFQEAA                                     
>Cfra_g4204                                                                     
MYTEGETINALSVEPRASTGARRSESSHDASQPQQQEMHPPVSIQGSMALFVGPPRVTTSASPQSHCASGKVSSLRYTNG
EKLDTSVSARRFKVEADLNVISRKARNLNMPSSPPYLPDIVCFIKKQLADMFSLTADAALQQDKWLKATLASISVKCDTL
LQLLRGFEKKINEITKTEAFNWWKTEFKDSHSVPCSKFLTQLSKTYPVEPGEHTRALKYSIDITDNDCVSWFEFDVFTRL
FQWAIGYVDAEGAIKQTIPQRTSLYLALIDGAKKGCYLYPMGQNENVDLSQETAHVIQRRIQVSKEQHDIYVGMDSFFEL
CKICASKPKNVLIEPCGHLICSSCVSEWQKQRKYECPFCRKEMRELQPVIIDPYRRQSLVPKLSLKPKPTEEIVTSHSVD
AAKEAEDETPPPRPAKSPIPHRPKRRVHTVNPIDTSTKANSEKDFSYSGLCDGVESIYSPPTSPLPEIPAQPTRETIPGH
DLERLSFHTYSTPLARNATDMEKSRGELTVQSHTWQSRSFSSPLSASESLNVFSSSTDNRLGSVYDEQAQSNTPQNAKSD
VEDQCILIDENEYPRINRWNTYSGTANTCANNINNSQQTQSRQPELEIGVGFSTTSASRQNSQCGIYTPDIATTSSTNAH
ETAPVDNPCRPVASPRPVSNLPYLCCRSPKSADSMSAPASVNDVSKPR                                
>Cfra_g4278                                                                     
AYAAVSADYPCPNGVELLDFRDDNAWWYDYVIWKFFTPISLLWNLGLTWQTFAHLLWYGPDVVLVEEALSLRLFESFFLC
FWWLFLGILAQKSLIIWLQGWKLYEHINASEGTVEEITFRESLKWWLAHMIPNITELLQFNLFMKIPFKLLLFVSDVYSV
TLIPQLLWEVCTAPVAADPLIHPVASIAMAALASLPVVRRPFMQMFCLTSYSVFVNPQLINNMATSGPQRPSLGLHGSSH
DSDADLGLLEVDWTKLNHAQLANYIPAYQRLLEKMTEQIGLMGDTLSPSHNDGETSIATHKRDRRSQSRNMPEAEPECAV
CKERTPEITFTPCGHTVLCQSCFSIWQSRYMHELLKDMSLTELDALLGNTEGHLVHIRRRDFSLLEEIREILSLSSGVFV
CTSSYMIIKSTDSALVGHVSTETLSAVTLSDLWTLCTLFLAKGSVLSIFIGQAIGAKNNRLAGIWFQVSLFVVSILCVII
MVLWVLTGPILRVFTTESDQIIDKASYYSCVIALSLPPKLLADQLTKFFTAQGIVKAPAIAYVFTCILNLVLGLVLVLGV
GVEGWGGLGFMICPWVTVIAEYAMAFVFVVVFCMILRLHSACWYGWEPREVTWTRIKSFLYIFIPATLSLASDFWRISVL
GVFASWIGTNDLAAFNITYRVLWLMFASMLALGVGVGVRLSVAMGAGNVSGGLYSIKVGCLLALFIIVIAVSVIGIFISE
IGLVFSSDPAVISLLVEIRVPVCLLMLFMNISFILERIVLSACRVRVNLLLAFVSSWCIQVPGSYLAITYWRRDLSSLFY
ASALGYACLTSMLIVVVLKMDWNKISRDAIRRSEGFDRL                                         
>Contig12033_Abeoforma_whisleri_fr2                                             
KKLQGL*LIYQRVTLPFVFINL*MNQLKTFVSGLGSDDVVTYKRLEKLLKSLMDVSRKAKRLQLPPNPPNLVDLSEDISK
IFALIISSSQNIIEEDEYLQIFVPSLEKKLSKIRALIRNPGPALMNEDSTERKALSTMALLCSHSYHDLKTVYPHAVIDT
NFRFTKTETAEFWQSNFGTLRIVSWEMILKPLKVCYEIAPEDESALKYSMDMTKNDFISWYEFDVFVRLFQPWDRLLNNW
KIIVLHHPGYQKFLTYSEVTNQLQQYIHKVGSYVFRLSCTRLGQWAIGYVNKDHKIVQTIITHKSLYQALVDGGKNKNKT
YLYPNGQDENPDVTQYVCSTPAVPIQVTKEEYEEYAKTQSLFEQCKICTSRCKDTKIEPCGHLMCRQCLKKWQSGGKNFC
PFCREDIRDCIKVVIIAYEDGTTKEFSGFDSARKLSTPTMGDLEKSNSSSSTPTPLEEREQAGELRIPNHDPEPLNGRNS
LPTNIPNNGPARMSLQNFTDPRLLTTTPDQQRGPRRSTLDNRASSSIRNSRPMSLGKHISQQTQASNNALLQHIGISSAS
IDEGNLSSSSFEFSDASSCTTDSGFHHMNNPNFQNDNNNNNHHNNHHQNQNNHNHNGDPNYPNSPNTGATNENVKNEHSE
PSHGNSNDTFSTSNDNFNNNNHNDSTITGPTIIHSHSHSHSHSHSNSNNNG                             
>Contig18477_Abeoforma_whisleri_fr2                                             
ENLRCPMCYEFFNDAANLPCGHVFCNMCIRGSMNFKRECPSCFEPVDNLSVVRNVKVINQIVENFKLARPTLIKLVENSE
NGPIKSSPSKCRRSPFKNDTTATLHTPQHKIDDNNSHSNSNKSARNSSKPSFASSLTPMSYSTAKVKAKKPQSNVHQQQQ
SQPSHQPQQQPSAYYSQPVQKVHSRTDFQPSRLNFGDTPLKSN                                     
>Contig18478_Abeoforma_whisleri_fr2                                             
ENLRCPMCYEFFNDAANLPCGHVFCNMCIRGSMNFKRECPSCFEPVDNLSVVRNVKVINQIVENFKLARPTLIKLVENSE
NGPIKSSPSKCRRSPFKNDTTATLHTPQHKIDDNNSHSNSSNSKDNSRNSNSNSHSNSCMDSNNVNKKSNR         
>Contig28158_Abeoforma_whisleri_fr2                                             
HCWIIH*RT*MDNCFLSVGNVLSF**RYKKGSKKSKASI*IKKEQGERK*NLGLASRDFDMSLLVRLSKVLRVPRIPNKV
KLPAPVRQQVRTHGTGTNVLTLTQSHHHRSIFPVISFFQQFVRPHAMGGIGKAVSIFGSRLSFPVSLMVRRAFSHPRFAV
GLGVAAGAVLNCYSSKAFAKSEIDNCVTFIKQGSMDVRLTEAFQEEGKQTVYPNNTSCGSSIRCVRSAPEEIIVSKKAAA
LAERKLEVAQQKQQEELNKISEKLQLKEQELEKTVLALKALQSQVGNLNQKIELLNDDQLCNICMLNEKNIVYNCGHRSV
CNSCDDILLQRNNHCPICRSAITTRIKHFPT*HR*CQ*HR**WRDGSARGKKAKE*TK                      
>Contig28159_Abeoforma_whisleri_fr2                                             
HCWIIH*RT*MDNCFLSVGNVLSF**RYKKGSKKSKASI*IKKEQGERK*NLGLASRDFDMSLLVRLSKVLRVPRIPNKV



KLPAPVRQQVRTHGTGTNVLTLTQSHHHRSIFPVISFFQQFVRPHAMGGIGKAVSIFGSRLSFPVSLMVRRAFSHPRFAV
GLGVAAGAVLNCYSSKAFAKSEIDNGSMDVRLTEAFQEEGKQTVYPNNTSCGSSIRCVRSAPEEIIVSKKAAALAERKLE
VAQQKQQEELNKISEKLQLKEQELEKTVLALKALQSQVGNLNQKIELLNDDQLCNICMLNEKNIVYNCGHRSVCNSCDDI
LLQRNNHCPICRSAITTRIKHFPT*HR*CQ*HR**WRDGSARGKKAKE*TK                             
>Contig68456_Abeoforma_whisleri_fr2                                             
NYRQL**LIK*SKIIYRSLSQ**FRSV*LGLFLFIYCPANRIC*I*CTIFFGHFVH*IPIDLW*HKLFRTEMDFDDDDSI
LCPLCMEELPESDLSFFPCSCGYQICVWCWRKIKDEGNNLCPACRKPFEDTPAEYKKLSSEEIKQLQNDKKKKSLEKKQR
DTHNRRALKDARVIQKNLVYVVGLGPSLATEEDVRKQKNFGQFGQIVKVVVSKSNAYSGVQGQSATAYITFNDAEDAADC
IEAVDGAVWEDKVMRAYYGTTKYCSYFLRNVRCPNPDCMYLHELGEEKMRFNKDGNTDVSSYTGTLTERQQVKYQNQQQQ
QLQHQDNHHYHHVAHTPSTSCHHPPATPPTAHHQASASHHHPPAATATHHDLHYQPEYQQHQQHMYDDDNSEQDEYVEDW
EDIPTPSFEQKTSYSPMSTSPGSLNYDYGSPPFPPSYMHNANQSSSSSQYENSIGRSGSFPSGGKALAKGTHASLIGRSA
SVKVPLSVTIDGKSSKIGQRSTQPHTSLSTSPWGVDMNKTKAEPVPIVTFDDVAPTKKKKGTTMAFNNDHQQSHNTSFIS
SPPSTSRTSSSTTSMNRATASSTPSKGPSSLSSTSTSTSTSTSTSTSTSTSTSTSTS                       
>Contig4322_Abeoforma_whisleri_fr3                                              
EVTEKLVSNDESSASSKRFVVLLQSIGLEHHVDKVKTHNLQINRYISDFELEEIGFEESERKLLVGALDTLKRSEAATQK
KTREIEESQQPTEVPLWEVSAIEEVCIQDLSRTSEISSIHEVPVSGSSDQSQHYDGKSECIVCIDKKINIVLIPCGHAAV
CEACSKSLCVCPICRADITQRMKIYIS*SVPAD**FEQAYNGTSQTNQK*NKDHFFTNRKIFVLKKQPIDITQKDHIVAP
SERDSIFCSNCWGWHKFPLQLSCALSYPILMVDLTWIVMQRIYQQR*PLFAIR*ENIQSFY*IH*NCAFKSLII*YLFLN
AEESLTFCSINDFDIYCVKFSCFHVSNGVW*DVELPFFLIVYLCTFIHQLLVRKQN*VCKIDYLKNKGL*TKEE      
>Contig70342_Abeoforma_whisleri_fr3                                             
PSQTSFTSLTIHITSLTPITLTITHITFIRHLLSHFTYSVAFPIDALKLSLK*FFPF*CMDILN*SQEFSVHANLSGISN
LLQLKVAIDN*FEDHLTPHPLVFTLKEKRKRKTKKEQIQEIMFSFFWRSPEPTPAEETTTSVQTLSVEQSSDKVFGKKFW
MGGEEFDAVEPESSIFATMADFFYLRSTAKTLPAIKVPPTNQSDGPSSSEKPLTKALQCPVHISRDNLQLQRDSSNNFVF
EFEFDATCKVTASVYVMVVESLDTKDNHVMFQSDFPLNSVDLKCGYNQTATIVLNDIDIDGLPKEQLVVNANSELIPLVL
CLQTQDGEYETKLSSVFLFSLLEVNGGKYQPTINRHKIYSGEECFLIQEIFGLEGVEAEDDDEEEKDEFAQDDMVDCVIC
MSEPKSTLVLPCRHLCLCSDCAKVMKNQTGKCPICRIAFHSLFQIQIARNPEKGEENSERILEISGGKKIEIPLIGGKEP
NVTMNKMRSVESSTSIVSGTENVFVIEADDDFDEDEHDSIKEQGQSRGNLLSTPS*KNENEN*QYCVDNSVNLNVNSLII
ILITATLPNVNSDILIEVDRTKFP                                                        
>Contig27494_Abeoforma_whisleri_fr4                                             
FFLILFETFTFKLLFLPFS*AT*PLIFGVYVHIAEFRIF*SENKNTNTMSLEPNAAFEEFFKKNRSEIQGELAVLRKKKN
GSKKRYLEQFLTQYSNEDATKTDNKTSSKTNDEYDINVASSSQKETDNEFLSCNDSDDTDSSDSEDESDHEYCQVRHDLK
SEIVLSEVRELTHMKRVATLLHSRFRNRLEEAISSPPVVPGSVGTSSSGPRPEGSASVVTVDSHQAPEVWYPHLNRRPNT
YEESSSDRNERSPSLSSSVAEEDYDLSESDLDIDIFPNDNGFGSPLSNVTVRNNEHAEQRNFEHRQLIQRERPTPRTRQE
RTIDDVLRNDVLNEVGQLLDARLVTLTLESEFSQTLANHLSNRLTLTGRRRSRTNRNSRTATAEEPNTNRNNSRRRRAND
RLHNQHVDRQMEHMQSQLNELRRMMTVSFELQMEMQRTMTQQLAAFTQSTQSKVFVENKPAVYRPSNVGDCLLCADKTVD
TVLNSCGHMCCCNICARQLKENNDSCPVCRAPIQGVIRAYVSVIE*QYFNKKNWHHLQLQIIIIIMIMIMIMIM      
>Contig44090_Abeoforma_whisleri_fr4                                             
EKLCVICLSDPPDFIILDCMHLCLCSACCNYETKKKLKSAI                                       
>Contig55620_Abeoforma_whisleri_fr4                                             
EFGQDPENGQTIWTTPFISLAGEYKWGLSGTPPVDQNEIDRIGLVLGVQVGPTVSECAESFVAKFVRSSSFNHVVWPKPI
HKKIFCTLTNEETALYRQVRYEIQEEIHLGNSLAMEQLLQLCSYHIPTSSNASLNNMRKGLLNFTTAQDEIDRIQNEKYR
KLTKCNEKLEALTQKINTCNRLINTLRYEEEDEAQTKSNADKILSQLGKKETLVDNYKTLKLEQEKLQKSLDFFQKTIEQ
LKTTVENDRPPECPICFDTLEMSNAVINPCAHLLCNDCAKTHYANSVECPVCRSPVQKGQWRPVLENDLIKNKEKDQQRF
VESENYDEQANLYKNYGTKIGYVVATLKKIIAEEGEDDARIIVYCQFDHLKKKLKEAFETYDLRCLSLEGNVSVLSNQLE
RFCTKGTPSLFTLANQKQNNVLLCSLESKAAGMNLQIAKHILFVHPFYSRNGNQAIAWEAQALGRVMRPGQTQQVCVWRF
VTAGTIEETIDEKNRKVALDPIFDRFRYLMGTD*TIKGRFHRSYWYISEQSSLLTVISRI*SILMSNGVQFRTRKF*VHR
VHSVSKCSILYITIFLKVRFKIISIVLFNFLPLGFVRYLTVCSLQKQNNKKIIIKILSMLVFS*GFANDYENHFLVPHTL
ASSPH                                                                           
>Contig74575_Abeoforma_whisleri_fr4                                             
MLIQDYKENQERICKNDLDDENLCVICLDSTQNCVFLTCAHLVACMDCSKALTECPICREFIEKKIRVYRG*NPRL*   
>Contig55834_Abeoforma_whisleri_fr5                                             
QQQQQQQANNLHRQSQNYQHGHHHDTQSPAGHVSSSLDDISARTNHHHNIQSSQYVGINALNNSNSNANGNTNDKRASYS
ANKRNSLENVLASSTYPALNCSPPPLVKHGSSPSLKQTLSGPSSPSMRTQQLNRPLSPQEFSPPFAKSRSNSISSSPVRR
TSPLLNRAGSIDLSTEAHFNAKIIDLSKKVDDLSKTKLKLEAENDKLKLAILENNAKFEEEKKQLSQRIDRLSEENAVVH
HKVENLNKDLTEVKTIQECAFMRFSFQECLISTNNFSPANLIGEGGFGPVYRGVLHGTAVAIKTLAKNSSQGHLEFAREI
EVLRKYRHRHLVPLMGICKEDKHLCLVFEYMEHGSLRDRLDCRLGTVPLDWYTRVNISLQSAQGLLFLHRGATPPILHLD
FKTLNILLDKGYVAKVADFGLVRPTPELLGKTHATTRRLNGTHGYICPEYASTGRITDKTDVYSFGVVILELVTGMPAVS
QDLTPPQLCLRVKDYLKGILATFPRPHDARRGVRTKSADMKMQPVAYESKDSSLTTTIMAVDDHRFLKLLDPSCNEWPLQ
NCRMMVELAMECVKSRPSRRPTMTEVMGRLEEMQQLAQCYITGVFQDTCYNKKPKLEPSVSFDDLTAKPGNEANSSEIGV
NLEAQNAFHQNRVVRECVVCLSSTPNAVLQPCGHMVVCHHCATYLASSKDPCPICLVNITGVDTEYETA*LKFFFILLQF
LYI*KQE                                                                         
>Contig62933_Abeoforma_whisleri_fr5                                             



RYQENRQRGSSESFEDPLCNNNRNNQNQNGRGRGRGQGRGGRRGRGRGRGKGPGTEERRPYPNGSNDSINNYSQSHYVPQ
QQHQRNSRSRNSSESEDRNSKQDLSHLLNFTFVDKSATNSQVYHRPSRSRSNKSSGSHVPFNKDRFLHATCQFLLKDGHD
YAKHLNDPDLIVDWELVEQVRMFTLEKILCPICLYPPKAAKISRCGHTFCFACFLRYHALSDKKWRKCPICYESIYVEGL
KSVKIIVQTKFKVNDEITFSLMQRTKKSVLALPRDSKTWMEADSIPSFESEDARKFCNILRISKERITEEVILPEIVELK
DHYSESLMFGKENEELPYIQEAQKLAEIRLKDSAPFGQKIQKSNSQQQAANAKRDFDSKNPPWRQQHVETIVHKSTKLES
NFGGAFDDLDIVNKECITDTKDEHDITTKKSSLDQKAFEKTDFSSSNSAEISTLPSNDPPIVFFQSDNGQRIFLHPFNYQ
CLIYEAGGNIQDLPASTSGKIVEVQEMSMSEDVRKRYAWSKFLPLGTDFTLVEIDFTSSLSPPTQEHFAEEMKQRNKKRT
QKRRKEKKFNDDMDNAQKATLAKMYEYVGALAPVRKEFHLDFVPEPVQLEESSIRSFAQAARGEMISLRDEDCPSLSDAY
AKGNSVSELTNSLSSTSLSKKAPEKASASASTSSSAWVQLSSKKGLSSSSTNGMSTGESASYSSNLSQSGGAWGETVDNV
DKGSSTSDIPKGGSRKKKNGKLCLLFNLNLLN*IKIYTCPP                                       
>Contig2266_Abeoforma_whisleri_fr6                                              
KRKMGNAVGRIEGNLTVKSDKLKILYALQPETLNNDLTDCNALSKKSFFDHNGSFLVFKWENEAEALEYKNQIWKYMSVI
SVSKVCFEEVLEKRDLSLYQFYSLYLFLKDNSVIQVCDIDEALLSSTKTEQREPEECVICLQNKNDVILPCLHSYCHSCI
DEWQAIGSTCPLCRAPVNSDDDWILTTMDDQMDMGEYVTDLSSYPAHRPSQ*ILHPRQSFYIY**CNNC**PLRPAPPYY
ISES*A*GGIIELT*NYDSLATRW*FLNH*QINT*LVMP*TPPNLGRTVISLSLGQPINEQKLEIVIHLF*RLREM*FFV
ILGEHV*CQWCSSRKVILRT*SLSLKLLRFI*NAQ                                             
>Contig3200_Abeoforma_whisleri_fr6                                              
KTADGAGGEPNLAFALSFMSDLKEGNVAQQECPICLEPPDDMVITPCLHAGCRECLPDVIKQLRACPVCRSPMTPDQLMN
PPSSQSEEEINEEVGEIDEKKNSGPEDPSMPSSAKLRALMESVHDIKLNFKDDKCVIFSQFTGMLNLVEKELGRNKLEFV
RLDGSLSQAKRAIVLQKFANDKNCRIFLISLRAGGVGLNLTSANHVFLLDPWWNSAIEDQAIDRIHRIGQTKPVMVTKFV
IRDTVEENIIKIQTSKKEIVQDALTMNQEERRQERM                                            
>Contig10898_Abeoforma_whisleri_fr6                                             
HTHTYIYIYIHAKSKQRKEKSVK*HFWQYYYFLVNKFVSIN*IFFPKMSDGEGAIKRKCSNIDVPSAKRLEQDVSEVKVE
FSSRELLALNTERSQDVKNYRQSFAQCERKIQNLHLKSEDDANAIALVSQNWDMVDAHISILVHQIANDLGDCQLDFLEK
NASGHSLLHRLTKDYNNEDFQNFPSSPLQKHPTSSPDLELDEIDLKLKNRVSETLEMVKKLVEILNQERQSYSNVLKKQA
DEASGHLSKIKGTISGQLELLDRCCQIVLEKLKITERQLKVVSLHRDEAIQSKSQIFQSLNEARQAHAKLIKQVECFNEL
EILSSGENEGPVPLSKLSEKPLGSSSSSSTSASLTSTTPAKESKGSTPEEEDVKQHILFLTELAQRRNQELEKMKLDNTR
DKAELESLRAKNKITSDLSIAESPRHKLLMQQIALYQRETIEAKKVEDELRKTHSLYTKSNVEAITEIEIFEKNKQRLKD
LLASNKRKLQRYQNEVTSLQQKDPTSSLPSSSSSSSSSSSSSSSGILSTSTSTTTSTTSTTAISTSSASPASSASSSNIT
SAPTSSTSSSSTTAAATTEAAPSTTTAITTQASSNDLSPKLTDTQAHEHPRIDLQKATGNGKVLQALINEIQGNIEISKK
KVKAHSEHNAKLKEDLMNGDSESIGNEIKSLCNNEARVVEALVYLQSFNSNLESKQEDQDALMSELDSIIESYDELQTQN
SRLVEQLLKKEESYILLLNQDSKSAKLREFAVAEKDYLSVKMDALQRRADATQNLNRALDEHQKSLLNQLSAAEKDFNAR
VQAIELHKKHAADQFQIFNELRTNYEKCRSDNDSTMKSLEAKSAELEKEMFDRKRLKETRDTLNFKIEQFQKAGLSAMDE
FLEEEAKMLKEQVQCSLCKRNNKNVLMIKCFHVFCQTCIEERFENRQRKCPDCAEPFGSADFHNFYF**K*WTICSLNQL
LFRSTRKVSSSCSNWLPGISFFFFLFVFSLISFSKKHLGVGTSHTTPQIDLYQNMNAICSKLLSPIRIKKEKQKQKRNKK
ECLYK*RQRLIMILCTIKKKRSGGRFHGKTRLVCTRVLSY*YYFYRIYSFKLFSSKLQQK*RKKTETN*AMVRHKV*LFA
*NTE*LSKQRKN*RKNQK*NYFHNC*YDSLQMGFFFFLCV                                        
>Contig63393_Abeoforma_whisleri_fr6                                             
WTLLHSYR*NTQTIN*VLA*HFKDS*YKTNRNT*NMSSSNTNGRNITGGSTRGRASARGGSSTINRESNLERDNSSSASS
QPRGRGRGRGRGRGRGGSTGDRDSSDQRNNNKQNNKSGKQKNKEKKIDSEPLEPESPPVVRPAIVRHQSLAGPECTLCVG
LIEYYSIGPCNHIGVCHRCSLRLRVISESIQCPICRQDCETVVFTKDAEYKFSAVDTQSRNFIKSCGVYCADKETKKSVN
ALLSLSCSVPDCSAEPLPNLKALKKHVRFEHDLSYCDLCLNHLNSFIVEQKVYSHKELIRHRKYGDREDQAHRGHALCEF
CNQYYFGDNELFHHLREKHFKCHICNTLGVANAYFKDYPSLERHFGTSHFLCTYQECLDKKFVVFETEIESKAHHADIHM
QGFSRSAKKQMKLMELDFDFPDTAPTNNNNRKRNNNRHNNNNDSNNNNSNS                             
>Contig63980_Abeoforma_whisleri_fr6                                             
LSVTTDRAI*TEYQL*N*SKRVFFLNEQKKNQKGLYLIEY***TRLLLIE*RIDKNNTCFQYRLVKIII*RLTQKDNSR*
*CIDKSTGTEWIKYKSTKLVFFV*QVHEDYI*DNQRKIFFIMSDGDDDCPLCMEPFDIADKNFLPCDCGYKICGFCWHRI
RNESESNGLCPACRKPFQDRPAKFTPVSQETVLKLKNEKKQKLNEKKTKEAESRKQLSNIRVVQKNLIYVIGLSPRMADE
DTIRQHCYFGQYGKIIKVVINKGHVYNGAQGATGPSVSAYITYQKKFEAGQAIGAVDGCLLDGRILRASFGTTKYCSYFL
RHIPCPNPDCMYLHEMGEEQVNYPHKDDLQSYISGGPYEITERLPRPYTPTHPSESNASTAPGGRPSIDSKAHDFSPSKT
TTSSLPINVPPSSHAHSQRRQSESHVSNSSSLSDVMASGSAPTSNPLLDSDHHMNNHNNHSNSNNNGHLYNSNTNATYNH
KTPDNVFSTATYPPLSPAPSPAASVPLKINQKLQQQQLQQEQQKLQQQQQQ                             
>Contig36218_Pirum_gemmata_fr2                                                  
NNNNNKNKNSAKRKFSKTAELLIPDVDYNGNECSLCIEKLDFHSVGPCNHFGVCFKCSLRLRVNGNSKQCPICRHDCENV
IFCENEVKYEKVGLEEKKKSNPGSWDHKNKIFYDCEEVKRQSEQLLKYECRECGQVESTYKKLKVHAREEHDLFYCDLCV
ENLNQFSVEHKLYTKKELQIHKKYGDKDDQAHRGHVFCEFCNVYYFDDKALFEHLREKHYSCHICKRRGDTNAYYKNYTE
LESHFGAEHYFCTAPECLEKKFVVFETELDYNVHQAENHMQGMSRNQKKQLRLVELDFNFGDTNTGRRNRISSRQNNDEN
INENPTSSSSINISNNNNNN                                                            
>Contig36220_Pirum_gemmata_fr2                                                  
NNNNNKNKNSAKRKFSKTAELLIPDVDYNGNECSLCIEKLDFHSVGPCNHFGVCFKCSLRLRVNGNSKQCPICRHDCENV
IFCENEVKYEKVGLEEKKKSNPGIYNPQPQP*S*P*S*PQTQAQTQ                                  
>Contig65941_Pirum_gemmata_fr2                                                  



FHK*MRNNNL*NLQNLFINIAHNEYHKNNNFSHLS*TN*NKTNRTNEVDNKKYLEISKEKGVLLTFHSQMSSEDEDEACP
LCLEPIAETDSSFYPCPCGYQICVWCWRKIQLEGNNKCPACRAPYQDKPAEFKPLSKEDIKRIQEEKKQKSAEKRQQDAR
NRRALKDARVIQKNLVYVVGLPEGTPEDIIKSKDRFGRYGNIIKIVTSRSNAYSGTQGPCGTAYVTYEHEKQAKEAIEKI
DGSTWDERPLRAYWGTTKYCSYFLRNVRCPNPDCMYLHEMGEEYSAYKANLAASKAFSNAENNQKNDYGEDMPDHFEAED
GGDSDSDWEQRFTVPPRSYPTSSSTSSSSSTLTRSQSASNSTSTSMSYPYNNQSAQSSYEANSRISSSAQIPSSYISRTF
SQNARVSYNGNGSGSSSSSGASSASNSVSKLPPSMVPLESASNKQSSAAMSKTMSQPQKANSYAKPPSNPWGNVNANKPA
EPVPIVTFDDIQQTSKRVKKTLSTSMLPLGKNGKTSTSPKLTQQSKSSSNIFDNDSFNNNYTNKTPWSPIPTPPPVTGNS
PPPSATINSLPLTSTSPTPTPTTP                                                        
>Contig65942_Pirum_gemmata_fr2                                                  
FHK*MRNNNL*NLQNLFINIAHNEYHKNNNFSHLS*TN*NKTNRTNEVDNKKYLEISKEKGVLLTFHSQMSSEDEDEACP
LCLEPIAETDSSFYPCPCGYQICVWCWRKIQLEGNNKCPACRAPYQDKPAEFKPLSKEDIKRIQEEKKQKSAEKRQQDAR
NRRALKDARVIQKNLVYVVGLPEGTPEDIIKSKDRFGRYGNIIKIVTSRSNAYSGTQGPCGTAYVTYEHEKQAKEAIEKI
DGSTWDERPLRAYWGIFFLKKNV*I*K*LYSFIDYLTYNANYTICVYS*L*                             
>Contig23276_Pirum_gemmata_fr3                                                  
SEGVLKSKTLLQTIGMDMYVDKILENKIDFNDPPITEWKLRDLEFQVDDARLLLGALETLKKSEQAAQKKVREIEQASET
PLWNAPVLNLLNPDSAEILQTMTGEVPGPSEIAGPTEIEGPMQVNYPDLDTNNNEKINGNSTAKQTTECVVCLDSIINTL
LLPCGHACTCDPCSKSVDFCPICRSGVTQRMKIFIS*                                           
>Contig30637_Pirum_gemmata_fr4                                                  
NNNNGNGNIHGASLSCVKSYRRGFLVGNVIREQLETQNNEKQRYIYLLEKLIDKNSNQILKQFHLKEKEKANLIVQAADT
LYQKEKEWQNQLQTMAGELHAIKQEMRKALQKIEELEQEKEILLSENECIICMDNKRNIIYENCGHRAVCSDCDNYLSKC
PVCRAEIGSRLKHFHT*KIKLLKFVFFFFFF                                                 
>Contig66127_Pirum_gemmata_fr4                                                  
QECVVCLSTPANSRLIPCAHVVVCHHCSTTLIQSRDKCPMCGVSILGVESEYETV*LHVI*N*KNIIENKQRTEL*DFPK
KK*TSAARFFSNE*PKRRKKSKAMARMSEKKLIDYRFFKNYRVLHRFFFFFF                            
>Contig66128_Pirum_gemmata_fr4                                                  
QECVVCLSTPANSRLIPCAHVVVCHHCSTTLIQSRDKCPMCGVSILGVESEYETV*LHVI*N*KNIIENKQRTEL*DFPK
KK*TSAARFFSNE*PKRRTKLLKKSMK*PMDFFTSILTF*NQTTRVDLISFF                            
>Contig73692_Pirum_gemmata_fr5                                                  
QQQQQQQHQQQTEGDEHESENRRAFIQSNLEIKLKDLTQSDIKYLKIGQMKRILKLNQIDTSNCLTRPDLTVKVEYLIKD
YIENEQAKCKDDFDMDDANMCKICYDSLSNCVFLHCGHLMCCMDCAGMLDECPICRIYIHQKIRCFRA*LKRGVWFLL**
****MIIVVVVVIKMVMMMMM                                                           
>Contig82091_Pirum_gemmata_fr5                                                  
LFVRLYQPWDRMLNNWRIIVLHHPGFKMYMTYNEVQKCLLPLEHKVGSYVFRLSCTRLGQWAIGYVSRSKGIAQTIISHK
SLYQALTEGGQNGTFLYPNGENFNPDLTRFVTVTKTIDIMETKEQHDEYAALNSEFQICKICITNDKNIRLEPCGHMLCK
KCLRRWEMNKKTIVCPFCRHEIRDSHPIVIHTYSKDQDDPNPDTSLGFGSENHEVRLELEQQALSLEQQRAELEQQQHQQ
IVLQQQLEQESIQLEFEQKHLDELEQQLILDQQEFEKELQQQQQ                                    
>Contig4267_Pirum_gemmata_fr6                                                   
LFTIITTYK*ILLLLLLIIITTMQISVKTLTGKVITLDVEPSETILSVKYKIQDKEGIPPDQQRLVLAGENDHKVLLDND
RFLVNCNIQRESILYLVLRLRGMISNFDSNDINNPAIKYLMLTDEERKNAPEPSPEEIRSSAERGGLDADMNMGLKIQYT
GDAIMCEKQRKKCIEFFDGYWEMKCKEKGEKIKDMKVKITGEVMKKILFDSFNEIDKSNFAIKSDTVERLLQFHEPQFRN
SMFAFRRTSPTAGCINFHTDAGCSPRKETVQYTLVNDDTYEGGRICFYSTALGGIIIPKRPAGTITIHGASLIHGVTRLT
RGVRYSLFVIDEGNALGDENVYELDAYDVRKTFDFISEETQRKLRETQDAACIICCALPASYALIPCGHLCICGGECLVE
VTRSGKCPLCHQNFLQTCKI*Y*Y*LVRNEKHNDLQQKLLEVENVHCVAKNVV*TCKMYTN*KRET**STTVLGSCPKK*
NSEK*FRSK                                                                       
>Contig14237_Pirum_gemmata_fr6                                                  
VPDPSSFSNPLSMMAAFEAFESFHMRRNLIRNLLHNEIDRIQGDFIDEITRLDQEEQYRREAPERERQKNEEEKRLASEK
KEKSVFESLTIEKIESMDEEKLKEILVKEKLEYKQLSNKREVAEKVILLFQDYHAKKKAIVDEVNMCKVCFASAINCVFL
SCGHFCCCMNCAEQVDHCVICRASIGKNERIRTFRA**NT*TRY*L*SHSLVINNKNTKYN*SKLKS*SEPKLSLSLNLN
*T*I*ILNKLSATLKL*RQR*GQQLL*RK*KKGELLNSNVTLPGIAVAVFR*TSFKTSTRHNPNPI*LLSYPQYKPNPG*
PATDMNLNPGSNLKLRG*IYP*PQSMLYLTMIIISS*VQTFVL*IGIQFISNKSWYIIL*FISSAMVSKYLFIISLRVKN
DFVCKV*TMVHQHVLPKEQNSNGLKKLFLNIFIPS**FKCLHFFHKLVQLFTFTTFQ*RILRNKLFNVIKALR       
>Contig17155_Pirum_gemmata_fr6                                                  
LQRQVREGFAAVAPAPNRVIVDGKPCEFRPSNVGDCLLCADKTVDTVFNKCGHMCCCNLCALQLKEKNDHCPVCRAPIID
VIRSYVSVLA**NLKKPEISRAQNFVELGVLMFLIFIIS*CFQIVTIKTTFE*VIF                        
>Contig18337_Pirum_gemmata_fr6                                                  
DDSDDDDFDSDEEIECVICMSNPKNTVILPCRHLCLCQDCAKILRNQTGKCAICRMPFHSLLELKLTRSLKSLKSHEQPS
NEDEIVEIDNDRKLVIPLVKSKSSFSIKKRESNKSLNRASSSSTIPIIQENTKEMNTHEVYSIVEKFNDNDDVNGDIEKQ
NDVIDDIDDMDDDYVDDVIFEDLDGESSIGENENMNKTENNLLPK*KQNEK*QNQQKTPLE*RHYVTTLTYYRVRSRQKE
GNQKFYLKKKELIPQPGNCRETAGIYIYMIER*TARSI*WT*IDF*IGTI*LIIWFPLFFKKYIEVYFLSNMAYIK*KVS
CFGTFLAEIFGVDLDCGQ*CPCLLPCSFHKIYCHGKYCSFFFFFF                                   
>Contig18338_Pirum_gemmata_fr6                                                  
DDSDDDDFDSDEEIECVICMSNPKNTVILPCRHLCLCQDCAKILRNQTGKCAICRMPFHSLLELKLTRSLKSLKSHEQPS



NEDEIVEIDNDRKLVIPLVKSKSSFSIKKRESNKSLNRASSSSTIPIIQENTKEMNTHEVYSIVEKFNDNDDVNGDIEKQ
NDVIDDIDDMDDDYVDDVIFEDLDGESSIGENENMNKVFFVG*DQGCG*G*RLSV*VKVRVG*VSLGLWLGLGLG     
>Contig18339_Pirum_gemmata_fr6                                                  
DDSDDDDFDSDEEIECVICMSNPKNTVILPCRHLCLCQDCAKILRNQTGKCAICRMRNNLLTLTLTL             
>Contig43476_Pirum_gemmata_fr6                                                  
NSNNNNKSLSNSESGTKLEHSNNKGKCVICIENNSSVIVLNCMHLCLCSNCLVEKDLESALKVCPVCQRPITALREVYFA
**SAVIRKFH*YMKSKHI                                                              
>Contig82092_Pirum_gemmata_fr6                                                  
FLFAYTNLGIVC*IIGVLLYYIILVLKCI*LIMRYRSVCYLWNIKLEVMFLDCHVLGWVNGLLGMLVGAKVSHKPSLATN
RYIKL*LKVVKTGLFYIQTETKEQHDEYAALNSEFQICKICITNDKNIRLEPCGHMLCKKCLRRWEMNKKTIVCPFCRHE
IRDSHPIVIHTYSKDQDDPNPDTSLGFGSENHEVRLELEQQALSLEQQRAELEQQQHQQIVLQQQLEQESIQLEFEQKHL
DELEQQLILDQQEFEKELQQQQQ                                                         
>Apar_comp733_c1_seq1_fr4                                                       
ELYGIGATGEGAGAEVDEDQADCIVCMCEPRDTAVLPCRHLCLCHDCADVLRHQAGKCPICRAPFHSLLQMSVAKQRLQS
NLEHAEGAEVREALGERYHCVPIVNSPQPVTVELRSPPPPAPP                                     
>Apar_comp6235_c1_seq1_fr4                                                      
ACFDLPAAIQLHPCGHAPLCSECLPVWSAAEARQGRRYPLCPQCRTEVLSNTYKRVYERDLLAPAEYARQTRE       
>Apar_comp12443_c0_seq1_fr4                                                     
IPHTKLLPSPL*YKCVCSVVLVCVHPSFRPHTNSHLPHAKIIFTCPPHSPSVPQMPPTPGSPVVFSYSQQNAADQGAPEP
PEALQIDDGNAHNRQLSRVMTNSVFEMEPWYHGLISREQAEGRLYAQNRNGVYLIRESQTRPGSYTLSLRDENGVVHSQI
HQASDGTYFLSKPTNKHFRSMPQLIHYYSDYVDRAGAQIKLIMPCPKTGQKASSKVTALGPISDGEVSYGWPDGRRYVGE
FKEGKPHGTGTLTWPDNRWYAGRWVEGRQDGQGTYQGPDGRTYRGEWSRGKQHGKGVLAWKDGREYDGGFINGAQHGFGR
LRWPDGRTFEGQWVCGHAHGQGKMAFPDGEWFEGEWADGVNIGKTKSSHPLSPVVTGASGGMDTPQDIGSGDGQSKTCAI
CMERPSNTVFIQCGHMAACIACADLLWSRGDPCPICRATIRFVQRVFAV*ACGVMRVNGVCMC*S*RHMQVFYTCTLETR
*TRAQLYYTDI*CIMN*QVYVVMG*G*GNR*CQIFLCSDDK*LFSLLIGLGHLYLQYSPVILMI*QSTFACFCYFSFLCR
LDSV*KHETKITALHRVGFDLSR*NHTIRG*RLKPRLLQVLIGCWVIS*RPLVVVDKVGG**DVCTCLYISVCGAGG   
>Apar_comp14122_c4_seq1_fr4                                                     
G*CQGGALARARTSHRPIKRPSAADVVISLATSLIETQRYVDTQGAQPRGIATVCLLCQDAPRSAAFPCGHIFLCHSCLR
VTRATEWCPSCDLA*RRGWHFAMYITISTS                                                  
>Apar_comp17128_c3_seq1_fr4                                                     
AHTDFCGEKEALFDLRLLDCTACSQRLRRPCILPCGHTVCRSCLPASHTDTTCPTCYHPAGNPRVCSMVEEVLRLCQHTY
PAQLKTPEHANQVVMSPSSQNSSFFRRFSTALSRSLDQITLSSKIRSSNAPKPESEDHGNSYSIDSVPRRRAVSQDEFGI
SGDES                                                                           
>Apar_comp18792_c0_seq1_fr4                                                     
PCGGRGANEKPDEDRTASLIEAFVHDRVLYSDMGRAGGSYEHLMREALELQKSNLDADSDGSLTEGNGLDVEEEIPDIST
YEGDLSQPSRSTERASAKARLQLFDTAVILFKLCGSNRLRQCSSVRQKLELTSTHLESLETQRKRLVEQGRPPNAYLEEG
RTIMLDELLSLARTDQWNTSFLLTKERQAVFAKFLGCLAHLLSVLRTKEKELSYLPEFYLDTVMDIFASLQNFDLPNLLN
DKDCVVAINRLVEFLVMCFDDKRITNPDTRDGLLQCLAFVLYTPAYAPLCRENPIIRESLMQLLLNTFGTQAWVTVSTII
LKFWEGECYGDQPTTELPTAAYFRDLFKTACVTHRELALSFVNQLFNHCNWAITELYVALQEITQLVRAGQHLDLAETQT
LQHQSRKCAITFELTVCLLRVIEVLSREVPSIFLQSSDGDVNLNRLMQLICHVVHRTVGIGDGEGAAALVDTQLPNLKHV
QHSQILAPVAGTMLSLDSSTTSDVRFVQSLAEYEGTSMEAFELMGEKLAAGGIDQAALDSFYGFLGRLGVEMVEAKARLA
AREASSAGGRDGEADLCTICYTNDVDTSFNPCGHTSCRQCITRHLLNNKDCFFCKEKVVSVSKI*FQTLRVDICE*SCSW
GCLESCA*MYTIYADHTYSSN*YEYRQMTTQLFFFSFF*SHLKNTISLPDEACLCGLCL*ATRCSVDVHRWLISITLTQS
YMSVNSNVEVVF*LCLQPKLESFGVVYGEDS*LI*YIL*YI*LVNLVHYI*LGLNLVQSFKCCMKNAWFRWTECVLVRHM
YTQWGYAN*CEGVIC*KWPGLGTPS*SGKFVTAVLVL*S*LYMLI**LIGLSFRCS*ICGVAGITLTSTN*FLWLSHHLK
FLVKHQKSRNIYIRGLRCLL                                                            
>Apar_comp21092_c0_seq2_fr4                                                     
YGTAPGCTTQQYSPPSSMAFSPPRMSALLPTPPPPHNQNQNTLQKPPQNQSQQQQQSQPPVPTAAHGQLLAMPKDGDSPI
DQSTHPLTRPPTCPQLSPSYNTTTPPTHSTQPTPQLAHRMTSMPVSTSTGAQKTPSTAPLISPVARKISHPPPSPNTNQQ
LKLSPGIPLFQANNMGGPLPSSSPHLKRREPSAPNTTQQQQTAQQQQQQNMHNNNNNNPPPQGGGNVFPPQQPFSPFSPM
SPAIPSPFPPQQNMEQGSQTPNQTPVTTTLTPPVGRPRSLTSGNAPSAAGGKIMQDLISTVGQSPEAIIRQLQQTCRQRE
ATIDQLRQTLAQQAKAFDMQRQQQQRKLDQAQDRVEMLTRELQELQALNTARNQTFIQFQYSECVVATNNWDTANKIGEG
AFGPVYRGVLHGQAVAIKTLARDSNQGHLEFARELAILGKYRHRHLVPFMGIVDDGLHLCLIYEYMQHGSLRDRLDCKGN
TAPLPWLTRVNIALQASKGLLFLHRGTTPTVLHLDFKSMNVLLDKGYIAKVADFGLVRPTPELMGRSHVTTRRLNGTHGY
ICPEYASTGRITEKADVYSFGVVMMELVTGLPAVSQDLAPPQLCLRVKDFVKGKVATFQNPHAKPAGEEGAGSAKGTVPE
NPSTSSQSSDLDFPLSDATNMSQLVDARAGPWPLTHVAMFVHLALDCVKTRAVHRPTMTEVVSRLEELQQLGQCHVTGIF
QDSPYNRKQHRPPSFSRLPSATDQEEPTEALDLIQPRMRECTVCLASPPNTTLLPCQHTVVCHHCATYLAQSRDPCPVCR
VAIEGLQTDYETV*GPQMLHVMKGCVFVCCLIGRTPCASSIYGNRIEPAMILKAWLLVTIFSSRLEPLQSSGW*V*GVYK
L*AS**YCFVDVVHDTLCSNL*RARVITGAYVFMMGHCVVV*CTFKEGAIAKA*QDMRGCTEIVMKIVGRLYMPGEACAW
FEFGFTSGIKTKSLIIFHTTE*L*SSEHLVLDVITITIINQGVDHLLRTRKHLTKKK*DRWQCHANHEFLPFLVPFSAPS
IVATGRCKSRNTVPRFTGV*SFRYRGITRSSLQNL*IIYGIGRELKLCCTYSGIHESQHSKGPGVLITLRLL*PV     
>Apar_comp22614_c0_seq3_fr4                                                     



AKDKGLIDVIYGYATGALTTGFQHIEQILPVDSEVWCFAEATLGNGGDLSIGPPRHFSHLPYIISRSPKHAVVETFKQTA
KNAKTTAIVLASIGALLLLWHYHKNITTWWNSREPKRQEEEFRRKAASEARERGVDVDSEGGHTCAVCWSNPQDVALLPC
GHVCCCRECSRKLNNCPICRKKIDRVVPLFRA*CLMLIG*LSLISGGAVFLIGRLVIGTSRYVRRLSPAPKHNETVIEKK
KKKK                                                                            
>Apar_comp24108_c1_seq2_fr4                                                     
MGGEKFAALQPEAFLFGAMTDVSFLPKQEGRHGLTCENYTVAISAHYHLKRATLRLVKVGAEGDPVEGQPPRHMLYRVEF
AFDALQPCNVTLMMGAVEDNGPSGYQGSTCSPSYPFDAGCGVAFTHDWTLDLSLLAEQDRRYGGKGRIPLVILIEARPTA
PGAAPAQAQATLVSFEESGPTAYVPSVLKQKITVYGSSYMLQEIYGMEEVPHTGGDDADSDDEDENRTCVVCMSDHRDTL
VLPCRHLCLCAACAQVLRNQAAKCPICRAPFHSLLQLSVAKQAVGAEDEVAEGAEVHEINGVRYHCVPIISSAQPLYMSI
RPAPAPVPPSGALDLPTSATTDQLLTTPQSEIELQHRNTAATSGSVTKKSPAAPRSVKGVTEEVDDDSEAVINVPSNQDD
DNMSMSV*MF*PYMEGGGFRNSGRCGRLLAWGTKVHGDMHI*ITCLEYMQKMCNSHACKQTGWPGEIVI*YMYIHVRSCK
YEGTVTFPACSMQEY*R*IKYASRIYYAVSDKHEYGN*TKGCGQGR*INVMVAFHSN*H*YLYGNRK*MCKSPERRKLAY
AALLYAKYLLFL*LPAG                                                               
>Apar_comp24610_c0_seq1_fr4                                                     
RSWWIESVKLRSCFYTSICQWYCSHRRFDVY*TEHYW*HRKVEENSCELL*IIVCRC*YYI*AEKHPCYTCLTLLVCMFW
PPQATMDPHELREKIKTMRRQSMKAQCRDPGAREVVYVARCEEKMRRIEHRLLVVRERGQGVQEEDQQVPDDEHKGLALC
IHLARLDPSSAHVVLYKDREGKTARIIIAPRTAEDEVAVLKQERHVLAETVTTLESENEFLKFKADRLKEREERIMHQNN
RERQQLEREHLLALSEIERLKHELESLRREEMCVVCYDSPRNVVFQCGHRSVCSDCDKELEVHDNRCPLCRADVVFRICT
L*GRGRCLLFAVTRE*KYIYI**KCVDIREVLKLCSSRVPICVLDLEMTLHVESHLIALSYRKIAKNSRFLTLARTGILA
CEV*ICFKFCNEC*RMT*RSI*TVIFLKRAYVCFAGCMYPDVLTENLFLL*SYF*AVLMIADANYLAKH*TVIII*SYWQ
KVSSNIATQ*RAVHYMKKKKK                                                           
>Apar_comp12884_c0_seq1_fr5                                                     
LPPSGVCNDVTG*PPPELPSPQKTENENSNRNVSSNSGLYVSTRGGYELSTPNPSLFNRLFLWLHTPIYY*GR*FYFLAP
VGLNSNMAVGRLTRLFALLPRAFGARQAIQRAPTPLSVLLRCGVPNRTTAVAKGLVVSRVLVGCSRPAPSIFGQLRTSTR
ALSHSLSAWRSRVPSGQLIRNAFGPKSGRTLGLAACLGVCAQVSPAHTEPAHTVARFDLPLTAVALRLTAKGGILEAPRD
PKTLLAVAYSECQRLHFELSRQAQREEESMRVRKQNEQILSEMVERERRLRAELAEKDERSKKETERLKEECSRLERERE
CVVCLEGERRVVYGCGHLAVCVGCDGRMSECPCCRREVTVRIPYFLP*ISFLPRFVDNCCKIVLQLVRYIRTIYVCCPTF
LDVWILRLFAELLGSVWSN*VSSNG*A*LGQECMLSSVRYIGAFLSIYNLN*AIRLRPADVFKRIIHSNPPIPFSSCTQH
IYAFFFCLWMF*G*KTG*GCACENRGHFFASRGSVDSPRGSAVFFISVQARTEMCVFVF*DLYISWP*IGCISNISTEAL
VPLL*HGLARNPSYNNNYRMLSTA*LVLVNKKCVNPN                                           
>Apar_comp13783_c2_seq1_fr5                                                     
SRPATWVARNMWLAWLDSVLHPHLAVLSGACVVPDTVLKAFLLPFLHGVFSHSLQSQAQFSCPPLCLAASFCLRNAVEHL
RWLEHPLTGQMGSRRPVGLVSVGLWIHLGWAYTQGHIGGVQGLAALLYGAVYGLNNHVHVPQNGNLNRRLLPGRPVYKTN
PFYAASFRNDAPVPCDTIAEDPDWTMGPEAEEADSSGDDEDVELSEIAGLAIDAVTPLTDLLGQGYEIWCAQISRSQPAA
IDPDNNQSVSRSTRSRSRSCAHSVTGASTSRQQSLDVSDSSSHLSESMSRSRSRSRAGTPSSLSSTPARDSACLPTSHGQ
RRISTFYQILSFVFLPITALGFVAKCVFSLGANVRRCFVNSCTYVWSRVRLGSGAVGVGADGVNPVFRPRRLQRDIDGEW
GRTGDKVVQVDCRVCWGAKSVWTVLDCGHLCLCTECASRLAGLGHTRCPICREEAERIAF                    
>Apar_comp23008_c0_seq1_fr5                                                     
RKKTRLQKSLPSFWDTAKRDSVLTLCVEAPA*VERGSHSCCQTGTLG*LTTKMSDDEDCPLCMEPFDVTDKNFFPCPCGY
QICGFCWHRLRNESTGLCPACRRPFDEHPANFTPMTSEAFDQIKQDKKRREVERKQKDPGNRRNLQHIRVVQRNLVYVWG
LPPRLGDEEVLRRNENFGQYGRILKLVVTKNNSHNGSFQGPLISAYITYARKEDATAAIMAVDGLNLDGRTLRASFGTSK
YCSAYMRYQTCHSADCMYLHEPADERDSYHKDELPGSRLLNPRVLGLADPAVSRDDGAIENDDYWDRDDDGRVESEPTND
APPPHVQGADPNNTGQGPALPASATWASKSASPVPQMAPSPIATSPQPPQDATKGSKRPGKPMLVDLRKQEPVVVEKKEP
PPAAPRTWGAPKQSTPPINLATMAGRGRTMSPPIRLPMQTPPLLSMKPQPRALSTEPILTTAARARAGPPIPNLASFPLL
SAPAPATRLPTQTRAPATTLSTKALATTIGSTPTPTRAAATIVQTAQAEKTPTEKKGKEGKEGKDAEREKENEREKLQKE
KEGKEKEKETKKQKDQKDQKEEEGGKKSTSTGESAATPSPSTPSTRQRKERGQRKKENSVSMEEGESTDTDRRERGGRKV
ERAKAGAGGKAQEEREPQPRRSSGEVSQEKNEKKQQQNTQLLAQRKENAKTNSQQKEQQEEQTQKAAAEASGMAAAAGGK
EKEKEKEKEKEKEKERQGGKTVAETSKKGEQRDTNEDMGGTRSEYDSEVPEERIMVAHPHPSKKTEEKQRRKAETVEGEG
KSQKRNGKPEESIQNIPKKDSIPVVENVAHVESAVAAVGERMSGDVGGEEGEVRKEEGRTEGGVEGGERAVEGEGGEEGY
VYGEVEEQTLGDFLASEYQEGDDQQDDTEGTGMGADILASLGLQEGGDEDGDDAHVPEKWDHQQMTPSNPDLWTLKGLTV
DANNTDPLAAIFGATVMGEDDGFIERRSSGYMVESYGQEGEEGDTLGEDDPMAFEEMQGGLVDELLNDDDQAVPQDEPFD
IKELQRQMSTGSSHASQTPVGSFASAHTPSVAPGTRMWDTPHGTTPPSISIFGELPSIFGVERSLSIGAEIGARKSSTGG
SGGSGEGVGGQNVGLGGLFGSEKSFFGDPVLSQPLPPGHEREQVGSANNPPAGFAGQPPMGMEGRWPPIPTPGQGGPTQS
SGGMQPQRGGVPDDLKQKMADDLRALIPGVNISFAPSAVGSQNTQSASKNPP                            
>Apar_comp23368_c1_seq1_fr5                                                     
RPPPWARGRGQPELQARLTAAPVFVHGSPATQHAQRHAQPLDTGATAGAGRGRGRRGPKEEDEGQDDNRAVGAAPRRPSL
AVGGRALDATCSVCVEPVRYFSVGACNHRTVCHLCALRLRALSGSTACVLCRSDQEAVVFTKDLLTPFQDMKLTGKPFDK
RWGVYFESSELHSEVQQLFAYDCRVCSTDCKTLKGLKEHLKRMHELFLCDLCVAHLKVFIADQRLYTRRDLARHRRHGDR
DDTSHKGHPLCEFCQLHFYGNDELLEHLRDRHFRCHLCHRAGQPNAYYGDYPELQRHFERDHILCPEPECLDKKFVVFDS
DIDYRAHIAEEHARGLSRAQKKQALQIELGFQYDPPQDSDQPLGRGRARGRGRREPSPASSPQGPSRSASSQALDSMAPD
LSDMGSGPAPLWVPGRTAPGGSMADAQFPALASSGAAPSPVGGLVAKKKKQKQPQAAPPQQQPAGVRPPPAGFGTSASGA
RAPPAGFGVTPTMRPVEPAAPSPPPPAPPRPPPPSH                                            



>Apar_comp23368_c1_seq2_fr5                                                     
RPPPWARGRGQPELQARLTAAPVFVHGSPATQHAQRHAQPLDTGATAGAGRGRGRRGPKEEDEGQDDNRAVGAAPRRPSL
AVGGRALDATCSVCVEPVRYFSVGACNHRTVCHLCALRLRALSGSTACVLCRSDQEAVVFTKDLLTPFQDMKLTLPG*EA
>Apar_comp24108_c1_seq1_fr5                                                     
ETLKLSGMTLELSRRTVIVYEYTS*LNFCSAPQTFPFQSSKGTREAVQDGSA*ALTKST*PTGMGNSVF*SRA*AILASR
GAVPVIKVWRQKGSFTYSYKRIELIYLVISPSHILLGLAHENKAGPNQHNNLLLFCGVASVCYANMGNAISNWRENFRVG
AEGEGPTVAPTSTTRRPKQTGPPPPAGVFGSHFMMGGEKFAALQPEAFLFGAMTDVSFLPKQVATQEGRHGLTCENYTVA
ISAHYHLKRATLRLVKVGAEGDPVEGQPPRHMLYRVEFAFDALQPCNVTLMMGAVEDNGPSGYQGSTCSPSYPFDAGCGV
AFTHDWTLDLSLLAEQDRRYGGKGRIPLVILIEARPTAPGAAPAQAQATLVSFEESGPTAYVPSVLKQKITVYGSSYMLQ
EIYGMEEVPHTGGDDADSDDEDENRTCVVCMSDHRDTLVLPCRHLCLCAACAQVLRNQAAKCPICRAPFHSLLQLSVAKQ
AVGAEDEVAEGAEVHEINGVRYHCVPIISSAQPLYMSIRPAPAPVPPSGALDLPTSATTDQLLTTPQSEIELQHRNTAAT
SGSVTKKSPAAPRSVKGVTEEVDDDSEAVINVPSNQDDDNMSMSV*MF*PYMEGGGFRNSGRCGRLLAWGTKVHGDMHI*
ITCLEYMQKMCNSHACKQTGWPGEIVI*YMYIHVRSCKYEGTVTFPACSMQEY*R*IKYASRIYYAVSDKHEYGN*TKGC
GQGR*INVMVAFHSN*H*YLYGNRK*MCKSPERRKLAYAALLYAKYLLFL*LPAG                         
>Apar_comp14796_c1_seq1_fr6                                                     
SSCG*GESW*GVTTNCQGVETFI*YVRRLLLDN*ISSVPAL*GGL*TPRFILNLNTEFGLGTSCFYNIPL*SRHG*HKQA
LETQHRHARRARFL*VQDKCALCCERHFSLDAETLDSMTIQRINGSGANPA*ARMCSGICFLF*KRTGVRSSRRL*SAFN
CHLL*PMHELVTRRIPKPEMPQFFQMLSDLIPPLAAVSGQSAGEVPMAMGFTQPATLVRVRELQKNMKEVNRRYRARMAA
NGSANNGPPPSPYLIDIIDELHQYIEYMWEVNPEAMIQDELFARVLVASLEFKVQRLLRIIKNSTLEEDSREKKEVTTLT
LILSHTLQDARHVYKDYTLYTNFRITKTQAAEFWTGTFGHRVVVPWADFLTHLRQHFDVVDPKELKATMDITENDHISWL
EFDVFTRLFQPWERLLANWATIVLCHPGYKAFMTYEEVQQLLSRHTNQPGTYVFRLSCTRLGQWAIGYVTIDGRIVQTIP
QNRSLYQALIEGAKTGIYTHPDGRAQNIDMSDHIVSVPQQHIQATKEQFELYQEIDTTFEMCKICSERTKDMCIEPCGHL
ICSHCLREWQKQRKNVCPFCRHEIRDTSRVKVLGYLDAESKENTSSAPPSPKTNHIPRPLQSSLASPSISRSYPRESGP 
>Apar_comp16696_c1_seq1_fr6                                                     
PSKRSRYMEGVLHGFPIEPSHGDTSLVEEGNKECQICYDGECNVRLLPCHHSDLCLPCATQCTQCPLCRATITARLVNGP
LEPQHKGIRAC*WDECHTWNVCLPFLCFIQSFLL*DSFASVVLVDCRSIRVRDVWELMKKVGV*NL*MTVC*ERCNYDMV
ESITCDRTRRAMFMC*M*TAE**FMRTLCWLAME*NFYFLYFFG**KRDTICVGEHEMY*Y*PIDM*LGRLARPITCQQT
WDKYSTDLGADGEPINL*RKN                                                           
>Apar_comp18169_c0_seq1_fr6                                                     
VEAEGGGQEEEGRGREEGRTEREGVERDRRERDERERRDREELERREREERERREREENERRQREERERREREERERIER
ETRERVERERREQETREARAREEAERAAREQQRQRQARQDQPVTLDELETEDDVRQLSAKQLKDLLRTNRVNVEACVERN
EFLDKAVRLWREHKEFKEEQQIKEAAGDLNLDDRNTCKVCYDAEANCLFMPCSHLVTCITCGTACMRSGYKECPICRVYI
REVVRVYRS*VSAHVTGGIDTYGLEKHAPHLCKR*RISNVYSHAQKIIYLYRHVTHRCSLYFQVHMYRLCYMLALAYTKR
YMSIHTPKKPCSSYKYAHMQHTSNTCYTHAHKLILHSAHIQPKHLCTRTNIKFTTYAKTQET*SLDLHLLGTIGV*ESNL
*MWV*S*LK**LVTSLIMSSCCSSLSCARQGTCSMRGGGSYCQIKAYMLYVVYFLDNV*ITCCQQQVYVGWLSGKAYNQH
EQYTVMSITRA                                                                     
>Apar_comp19129_c0_seq1_fr6                                                     
LASECCSSCTDDGTTDERAVSRQLEQLRFCCSWVMENSFFESDVWLAPPMDTSHVRATIDHTESGRHVKISPDGLEVRND
THEFESVRATMGVSTGCWYYEATVYGPFCFQIGWTQSTVRYFANGDGVGDDDVSVGFDPVRQLLWCNRNGDKTVPAISTD
GFKPGDTVGFFLDLYENAPYGRYIFSVNGEEIVSIHTTRPVSANTKYYPAASFNYQHIRFNFGAMPFKNPPPPHYSNFNN
CCSIPTGLMPIPSGRTRHEEHLRILQSLPKSPQLDNVSTNSDAQECQICFDGPINVTLLPCTHSNMCMTCVMQCTDCPMC
RVPIEARIEMEEVAKIRGA                                                             
>Apar_comp20474_c1_seq1_fr6                                                     
LEFARELDVLSKYRHRHLVPLMGIVNEGVHLCLIYEYMEHGSLRDRLDCKNNTQPLPWLTRVNIALQAAQGLLFLHRGTV
PPVLHLDFKSLNVLLDKGHVAKVADFGLVRPTPELIGRTHVTTRRLNGTHGYICPEYASSGRITDKTDVYSFGVVMMELV
TGLPAVSQELDPPQLALRVKDFIKGKTQAFYNPKSTTQTQTPQVAQTGSREKVGSGGRKPSNHDMLIHEGEDGGALRRYS
SSILMDPSNDARLAMLLDAGAGSWPLTHLRLFIELALDCVKSRALRRPTMTEVMGRLEELQQLAQCHVTGIFQDTPFNRK
KPALTEAPAPDPPNQGPSSSVEGAGEPVPSTGPRVVRECAVCLSAAPNTMLLPCQHAVLCHHCATYLAQNRDPCPVCRSP
IEGLQSDYETV*PLPTRMVPPWTPPNPALEMLSPRLTRGNHLVSLYLSRSITAILAVRFFSLLLHTLTFF*GVFFSYRKV
NELSVVNRHKSW*QPTRAVPYL*PNRNLNLLRYSCNTQKII*SQAREHEERTTWPTGTKKKRPPTR*LQAHTRAQYRHQI
TGSRCCKLTPGQYVYVSLP                                                             
>Apar_comp21092_c0_seq1_fr6                                                     
ENELRNSQNAHESEHIAAQTTDSAPLLAYRGHPPPPHPSSTHPTNQLVMEPTRSVPIPTPPQQHEQREMSPPRRPPQNIN
PTQGVPTQPIKPPTAAANKSPPNKKKPTPLHLQQQQPPTTNCPPYTTQQYSPPSSMAFSPPRMSALLPTPPPPHNQNQNT
LQKPPQNQSQQQQQSQPPVPTAAHGQLLAMPKDGDSPIDQSTHPLTRPPTCPQLSPSYNTTTPPTHSTQPTPQLAHRMTS
MPVSTSTGAQKTPSTAPLISPVARKISHPPPSPNTNQQLKLSPGIPLFQANNMGGPLPSSSPHLKRREPSAPNTTQQQQT
AQQQQQQNMHNNNNNNPPPQGGGNVFPPQQPFSPFSPMSPAIPSPFPPQQNMEQGSQTPNQTPVTTTLTPPVGRPRSLTS
GNAPSAAGGKIMQDLISTVGQSPEAIIRQLQQTCRQREATIDQLRQTLAQQAKAFDMQRQQQQRKLDQAQDRVEMLTREL
QELQALNTARNQTFIQFQYSECVVATNNWDTANKIGEGAFGPVYRGVLHGQAVAIKTLARDSNQGHLEFARELAILGKYR
HRHLVPFMGIVDDGLHLCLIYEYMQHGSLRDRLDCKGNTAPLPWLTRVNIALQASKGLLFLHRGTTPTVLHLDFKSMNVL
LDKGYIAKVADFGLVRPTPELMGRSHVTTRRLNGTHGYICPEYASTGRITEKADVYSFGVVMMELVTGLPAVSQDLAPPQ
LCLRVKDFVKGKVATFQNPHAKPAGEEGAGSAKGTVPENPSTSSQSSDLDFPLSDATNMSQLVDARAGPWPLTHVAMFVH



LALDCVKTRAVHRPTMTEVVSRLEELQQLGQCHVTGIFQDSPYNRKQHRPPSFSRLPSATDQEEPTEALDLIQPRMRECT
VCLASPPNTTLLPCQHTVVCHHCATYLAQSRDPCPVCRVAIEGLQTDYETV*GPQMLHVMKGCVFVCCLIGRTPCASSIY
GNRIEPAMILKAWLLVTIFSSRLEPLQSSGW*V*GVYKL*AS**YCFVDVVHDTLCSNL*RARVITGAYVFMMGHCVVV*
CTFKEGAIAKA*QDMRGCTEIVMKIVGRLYMPGEACAWFEFGFTSGIKTKSLIIFHTTE*L*SSEHLVLDVITITIINQG
VDHLLRTRKHLTKKK*DRWQCHANHEFLPFLVPFSAPSIVATGRCKSRNTVPRFTGV*SFRYRGITRSSLQNL*IIYGIG
RELKLCCTYSGIHESQHSKGPGVLITLRLL*PV                                               
>Apar_comp21211_c0_seq1_fr6                                                     
GARVGAAGLYVFNSWFGKEEDKGKGKGKKGGDGGQGPSSGVCLEGAGAGGVFPQVSHGHGAKGAPPLARAPPASDEGADR
GMCTVCWEADAVVLIEPCHHLCLCEDDAAVIVASGAPCPMCRGPIANTVRVFPT*QQQSESRVATRSEHGRRRGQSQSRL
WAAPCSRTVCRRGRGYRQRRRPS                                                         
>Apar_comp21446_c0_seq1_fr6                                                     
PLPCAGPLLGAAGGGGAGDNTAGGKPATIEGSKEASCLYTVSSSKAMPPPAPTPIITPQPQTPSQNQASSLPPGEGSSSR
SECVVCLCVPIQVVLLDCGHACVCLQCSAPLTVCPLCRATVQSRLQIYIP*HR*ICTYTHNYLFYGIYLLVHTQADFP*G
TQANMHVLGHRRAEAPCNRQHAHAHEHARVHTHTHT                                            
>Apar_comp22162_c0_seq1_fr6                                                     
FYFFPLPD*PATNGDKASS*NLLEGRNSYIVCKMDVTVRYDGTNKEVAVPVTGRKMKVSDFQAALEAIIDLPPEKQFLMF
NGKKVLPVDAEGGHTTLFDYGINRKDLLVLMPKAVESPVKEDPKKGTKASSKRKHHEVEPEPAAEAEKPKEEPKPEEPQG
PCHGAYFVDQRGSFQMMGRTLWEEPENTKKGCPDGVKCRWARTWLVADVADAGGMTGPVDPRGYVGQSVHRMDKRKKIPG
EVRRYVAANEGEEDKYEVVFGVGEEGKSEMLSVAEVEALIPANRQEDIGRANRSLLVEFEHSFEGPIKSYLMKNVYKLLY
RPADESAMDTTEGDKKEVEEKPFEVVGGQSVLSLNGQKLTFRIRAEAEGEEGEAKPTLRSGVYTVGLTVEADEQSCKECR
GQPAISTCKECGCQVCEKKDHEEAMLGCDQCATYWHSTCLDGKKHTFGEGNVDHTALPDDDWFCPTCYVDKSKIDEGALK
KKSKKKLQPADLTDKNWGGGMACVGKSTTNTLIGDHHVGPVPGIRVGQLWPYRVNCSEDGVHPPIVAGMYGTPKTGCLSI
VLSGGYDDDQDEGDWFWYTGAGGRDLSGNKRSAEQSKDQELKSTNLALANCHNKKDWKKGQPIRVIRCSKLAKTNHGDYA
PSINDHPNCAEWKQCFRYDGLYKVVEWGPQKGNSGFIVYRYKLKRDDPEPAPWTKKGKENLVAWPKHFGDLVAEAASTGT
KKLKLDETRSKEMLAAIAKDKANKDKWDDVLSGRSDQVPLEHDRDTLQKIEDKFQCTICMDLCRAAMTLPCSHNMCRDCF
QRGMKSATICPMCRQEVPKEIIKKAPIDKDLHAALALIFGAKAEPQKN*RPDPIRLETTRPVTPSFSIESGRCLTFRSSR
VFSSFFYPLEYLFRIAQQVVARRPCIAGWA*EIPM*FPCLLYNRTRVLTRLELTRILTRLCTMISVSLANENYVDLSIGL
PVDLICLHQSLHDQFRVVCICYSENPRGLTLNFLTMWHPLLPTYATDYHPVFDTVS*WCRSEI**NSIEEFMVLCSFCLP
NSTASTVTLVTQNC*SLIHAQVNFVTP*PVEVTNLCSSSKYHHHSMSVTINSTCSFNRHLERAIIKFSDQKKKKKERKK 
>Apar_comp23618_c5_seq1_fr6                                                     
GALTGRLGTVRKDTMREEKGNARKEGIYVEKELAVGKQTPDGA**RYS*RFIVCRHVRCYCVFSLSLYN*RERERRGLVT
KHCQCLAGCWIHAGSKVGKVTDWEFLAAYNSA**RHAVCRMSFENDSDDDMECPLCMEPFDASDRNFYPCPCGYQICGFC
WHKIRNESTGLCPACRQAYDDRPAEFKPISSDDMVRAKAERKKASALRKQQTMENRRHLQGIRVVQRNLVYVVGLSPRMA
DEDVMRRPEFFGQYGKIVKIVVNKNSNYTAGQEPSSCAYITFARKEDAAACITAVNGAVVDGRALKLSFGTTKYCSNFLR
NLPCTNVDCMYLHDVAETADSFTKEDMQAGRVGLAPDKPGVIKQTSTTRWKMATQPRLNSGDEDWDELGNNDWDVSSSQG
PDSPMIGSASSAPIVAGTITPSVSGSALPATASWASRSKPPPDTSPASFPPLSADPVTNSPLATGTRSGEEGQRTTKTAK
QKAKAKSKQKAQGAAAGVSSSQVVGGSNLQAQGENAVASPSQQTESPTPSIQSSAAATENTPIQTSSLSKKETSANQSND
TTTTSSLAWPAVPPGTQKHTEKGVEGGRKEEEKGGEGERDGGREVREEGGTVDTWEQRESFELSQEMALSVMAGDIEGPS
PATEGGYSSYTKGIDDLLRDVDEEETEASPNPLAPTDTPTTASPGTTVCTPPTYMARPPQISTGGN              
>Apar_comp23618_c5_seq2_fr6                                                     
GALTGRLGTVRKDTMREEKGNARKEGIYVEKELAVGKQTPDGA**RYS*RFIVCRHVRCYCVFSLSLYN*RERERRGLVT
KHCQCLAGCWIHAGSKVGKVTDWEFLAAYNSA**RHAVCRMSFENDSDDDMECPLCMEPFDASDRNFYPCPCGYQICGFC
WHKIRNESTGLCPACRQAYDDRPAEFKPISSDDMVRAKAERKKASALRKQQTMENRRHLQGIRVVQRNLVYVVGLSPRMA
DEDVMRRPEFFGQYGKIVKIVVNKNSNYTAGQEPSSCAYITFARKEDAAACITAVNGAVVDGRALKLSFGTTKYCSNFLR
NLPCTNVDCMYLHDVAETADSFTKEDMQAGRVGLAPDKPGVIKQTSTTRWKMATQPRLNSGDEDWDELGNNDWDVSSSQG
PDSPMIGSASSAPIVAGTITPSVSGSALPATASWASRSKPPPDTSPARVVHQS                           
>Contig12019_Corallo_2_fr1                                                      
VFTNVLLFSGLSLEEQLRRLQEERTCKVCMDREVSIVFIPCGHLVV                                  
>Contig1664_Corallo_2_fr2                                                       
ANWSAGLVKHLVWFRKKYDCGTLGTAQLPL*SHFPSRKKLQY*CHKEPIVSTMPELVERFQNLFRRRNNDEGQDGQDRDR
IFSDTYYGQVGGQYLSTGGAGTYIFGQPNDLNALSRGMAGPRLAPPPPNLKGTAVMKALFNVRKETIKLTPVEDLEQGLY
SLSFEFDALEPCTVSVFLGAKEVYSQGILSYKQHVEGSEGFAFPEGMRHAFGKTEDGPQAVLEITKLPEDQWEWNTEIGK
PDARTSTVSHTGTTSTIAPTSGSSPSRPQSMSMSMGTGTGSLPLPAGVDEEGADVESPAADDDNNDTGSSSTERPAPVRA
SRRSEMLRVARNPFRRRNNGENGGDDCSEAGSTQLRPPTDIPLVILIESADSQQGTDSVQQFQQQATYCRIGKLGNGEFY
AGTVKQKLVIGNLVFVLQEIYGLEQKAQTENQDEEDQDEDFDTDDNRDCVICMSEARDTMVLPCRHLCLCDSCAEVLRYQ
STTCPICRAPFHSMLQVRSMQEIKEEDGTATPGVASDAPNTDENSGAAEHNDDEHEELDEDGNPIVSIDGRRYATVPIVE
ARVGEYATVQAEH*KNCHGLKTLK*FIF*                                                   
>Contig2547_Corallo_2_fr2                                                       
RGLSRESGVLGRERACWSLVTSKQWWTWRPCLALGFWICNSSVVKLLFSRI*GINTEYTTLVVMPCRSHVDG*PTIKPGA
RNLIDTMEIA*NIVHP*MSIVNGADGLLFAAVASAGLSLISHWACEAKEKDVQNLQQAYVPKSLDELVQNVQNNPYGEIP
YVAVRGRVASEEPNHEIDHDGHRSILFLRTTLTEHTAKWNERKRQWEDSEHEIRRTDQSVPFGLVTNVKFTQPQAHDGRK
ETLKGPFVRITGPVDDKAMQTVFHEYSPIHGGKTLGSNTSTGRARERDHHAARIATEVTGYMIGERLKGFEETQRAIRTG



DTLTVIGTAYAAHSGLGTKIARSQIAGSSKTAVNHIVSIGAPESGLSWYISRKTLNEIIADERSSTRILRWLSRGLGLLG
LVMLAVYLRRWWRQRAEAEEIRRWREELEARAERRRQEQQEGLDGSDADDTSSFVVGECVVCQERPRAMLLLECAHFCAC
DHCAERLVTCPVCRMTVSRRLKIYHP*AETVTNLFDWRFQIKHILYTVSIVMSFNGK                       
>Contig2696_Corallo_2_fr2                                                       
LWPYHSTSANEPTHDKGKAWYFGGSVKINSL*SDHAAIRASKKPGVALFAIHLSFIPQVLLDLFSLKRAAGGAMGNTSSA
CVQELPATEREWIHFLLWEMAEYCKGALDSLSAGFPVEELLRRVPVVHEAFHNTCGSLSAFLERYRGFFHKTNDGDNQRI
RIQPHPGRRTGIIVAIKGHFVFILDLTNWNGKGRFSYGKQTLTIEDAEDSLYLMSVNSFGKMQKWEEFRKGDLLGVGMMV
TFTPRTDLDPAPYFYGVLPVVVNDIPPSYKRMNVVEAKASPNRIPKLVEGRVEGFKVVLRRTNGAPTGKSSAHFAVAQID
QRSVVGYHSKLLPFLMRYSQQVRLVGPKTKEAVVSSSVDDLAAISHGTGVSHAKAGKPPAVVPDVEINSHASDHSSHVRD
EGSVPVRCDPPAIVVDGEDASQVVQDSSAKALGGKAKSTVRDYPTTAQGKVTFHSPETSQEWINVFRKVLLQHNGGPIPG
YVLMTDVNKIRAGSGAFPGRLSHFLDTHPHVFRTTRKGGNLSVSLTSKVLSSASNRGAPSVVLRDLCGICLGAHTKVLQR
PCGHVVMCQECSNRVTECPICKERITESVPVYIV*GLFAPAMWCTRSRHRHTTFQA*IMNEFEIRIQSVSL         
>Contig3616_Corallo_2_fr2                                                       
TLRSS*LYSY*LAVFCR*ILRM*NQ*PDSVFIIQLSPRLKARS*RTPKMDVQGARRPGISFLLAFGVTTLLLNSGLFINL
FDLITITFLGGYYCYYMGCEASDGLIDETVTLWNAEYPATHTHFLVQVVGITTAFLGLLMVPRALCFSLTYHYNLVFLVA
IIAAPVDYGLHLLLHSSFMSPWILYPVLVMRFMHNFITLSMNQADSQDFVYWTTGTMLPNEEATILRRAMQWMVDTYEAA
VFETIENIVSFITSIVPRSIGRRLLADSRGVWHSPASIRKLDVTQMSMFQLEDYGNVLLETHRKVRAELNKRMRSHKRMK
RPNAPEDTDTCVICLVSPAQITTRPCMHRAVCTECWEDANRIVIRDDERDILQCPLCRVPVLLWTDKKRSSITVLKDAPG
EAQYTLQNCVARKDSNAQSPIDSPRSEESPTETAGPSTSS*LNCHISILVHSIIVVQMYMGMGMYSIVGGHDGQKLLKVY
LPIAITIEFVNHCL*FLVVHTFSEFTCNTAHVLQTDLSRTVVVEQLECLTNFLLRVSIQNFLFDYIKEILERNSVVVIRV
VFLHNS*QFRLLHVKPESAHRYFQLVIVDIPILVTIEEIKSVLDLILLFLGKFRTALLWPYACHCVRHIDPLHKRVCFYS
T*FSVFLDCRTRSIK*AFCV**SYEISLLTLPFTLEHTRPI                                       
>Contig504_Corallo_2_fr3                                                        
VLYDGCQAVVHRPGLLFPASCLDHSDCYRASSTKAAGKRNANSATTAHRRHQQRRVGPDFIAQSRLYRELYHRAETEREG
LQTDLDDLRELLADKDRELLLLSDRLEAVTDRSLCVVCMNYRRSVVYGCGHLVVCQQCDAGLRRRAASDHPSAPPCHQCP
ICRREVTESIVCY*WIVHHGQSYLPHLSKIALHSFYLLYTNYYIRFLCCFPTLRTGIADAFTKFIACNSVRVHQCFLFRF
LTLLHNLQVAARIPILVTELVVQAFQALHVQLVVVLYHFWRRIVAIGHDQGLSKHKRNRMLTWNDQVPTAIRNWDDELVL
GLQPVVEGTPYARGDHADNTVATKAINGYNITTVLHGEANETPTTAEIELFSVRPRHAHLRNATGQDGQGIAHREYVPRA
LHTRRDEAKSQVQFAPDRQEEVECHSDKAHICLREVAFDACRRTKGPADNVYGHNAMRMEGKDILILAVRTQGAILR*GS
QLGIKLDWKVLT*TVPRRGVHEPFVLTAVAVGWRAVGDDVEGVEQSQGQA*FQSESGPAEIHYMKRYGTAHAEDTK*DCD
HFLEKGKNNLAGIGVCALCLGCCLFDGLINETPLADQTCRFLLRKILR*GV*RS*RDSRAAERRRGVQDLTFTLNHGCVG
RVGLTHVPTGRSLVFCHGFGVGFPGSSA*K*LGP*QTTAGRGRHICATLRDCLLVSGWTNLAFLRTLRTACLQGGVKGFR
*INKGNVCSTHPTPIRYFTSYHVQVFYYMYNP                                                
>Contig3067_Corallo_2_fr3                                                       
LQQEFVCGLRDNNSRQTGM*LLEYKMSTNRTPDEVVSTGTGDVALAPAQIDHETAEQPTVDVEQILHGEDNASEVVAHNR
SSEDKGKDPAPLAHDLLDSSAEETETEQRPQKRQRTLEQTEQQQEDAIDLTTVADTQPTASVADEVIEIIDDDNDDDDDV
VVVRVEEGPAPRRSARLQNHPLLAAIQSGRGLRTGRRPVGSNSMFGFFHQLVGSPMDLTSLRNMYPAPTRFESSAPDPEP
VENAPPRPEDPEIAKMNEEAGLSNRKLGKGGGLTCPICKSEPTNVYSTWCGHIFCYDCIYNMVKINKKCAICRQKVTMKQ
IHPLYT*VRHDYHHLYMTI*HTVYP*EFMLKRAVQLKFVCNLHLFHSAELRFNVADHGRFIILFVIFCPITLSEVDIFKR
STGLSTLALPSIADFEYHRFNAPAIHH*NAGRRSRVVLGVWLDGVGQNVN*RLPAAKFAFVDKVCLTAAAR*FKGLGLVN
SDKLFAFFPTITALYLEHIVEVLAIRLKICHVGQSGVEVQTNFHHDSAVTTIQTDTRLTFL                   
>Contig3386_Corallo_2_fr4                                                       
WTRASFFPLKRTFSRIFS*VFVSLEHHSTPATKMILEI*GSENAGVNALGLLPSNSCHQRNTGRNMPTPTLSLLFMGGHT
LEQEPHRISIAKYYQLPRLIATVLVILAYVFFMINTATPSADLFCVHHVSSNEEDDDAIRAMEDTDCLLKVRMGSPVVLG
LFWTAETFEYNFELENCEVVSGNDLETQKSKAGSIQYGLTDGSYLLQLKAKDGGVYNAVAMRNRQAVSRKCLDIQLFQAS
TVNVHKKQLEYHLDHHPTSFSVPLAMILAVAAVFTLRALVWDQFEVNAREGTVKIQTKSGYGTTLDFSVYPVDRVMKFGV
KEYNELELAMQDSRGRVSNSRALGSFGASAGRTLFRAAYLAQIQATANQSQGGGTVMANYHNIFCKVRTDSVMGSPNTDP
SRVALVSIFSQPHLTFDEADEIASMLNRFLRECIDEAVHVTTGEDFSPRPASTVGVEGLYGSGSEVEAVQGMELNDLSTP
RLNQSPQDNFAPLIQQRQTTCVVCLTNIPKIVFFPCKHAIVCINCSEGLETCPMCRTPISQKTVMYLP**KLYIESLD*F
CSL*CTLN***YPGCRITFTDTCHLLEIPWQRFFCHP*VVIFVTHFGVKQVIKCLQSIYHFSGRYVRITG*SQIPSQFPQ
LRSSQISVL*GTPLHQR*TVSTGHMPCA*ALMYQTVIPDKLL*NIKAQFGQKFVWNRQAPVC*PGVLVHGCIVRHTLNYF
GGQGFGRFVVEDFRFSLNCCSPPSFCRRAKSASLT*LYT*SFSLWGVQIRTSHVHDRDALFSPQWGRWLRDGPPFDF*TT
QRHVCHELRHAVYCYLL*TQSLSSSVVLLGSRLRVLMPPRLSAEKTYSVY                              
>Contig4625_Corallo_2_fr4                                                       
*PCTVNV*RIYLNQDAVVPKNVGVREVSCSGR*RNMPPRRRQGRGKGVSAGSSRRANTGPDSDVPQTHTPEISTEQDPAL
QTVPTWKPDPKPETVHDDAEVGVGSPCVVCGEEMQYFCIGVCNHRVVCHNCSLRLRGLLENKSCPQCRTDCPEVAYTSQW
DVIKDFDTDFGNSKLKNSYFHDSRLGIWYQNKSLRNECEANFDFVCTKCQESNNAVICSTLQDLKKHLNREHELFLCDLC
VGHIKIFPCEYRYYSKQDLTRHRKKGDPDDASMKGHSFCKFCSRYYFDNDDLFDHLRKQHESCHLCRRNGVMNQYYKNYA
DLENHFDSDHFLCKERDCLEKKFVVFDSEIDFKAHQAQEHGRAMDRAAKKQAVKLDVQFNYGGGSSGSASPRNERSNRRQ
GGGDRSRGVRAGGQAQRSRSIDNLESGPQGVAEDFEEELNSGPQATSNLALAQTNNSQGGLSEAAFPGLAANSRSGSGKS
SSTRWASAAGGSMGSRGAEFPELGSGRSNSPRPNANIRLGNWGHAQHRQVTAANRRVDHRLMFGSNPVVRKTRPVPQRRP
APQAPPSRQPEEAFPTLGGGPSTSPSRSSLPGGSASQSEIPRDVAPNVAQNLPKYELPPELKERNANMIAGIKAALGGDG



YRFQAFKEDGALFRSGEIDADEFYDRFVGLVPRSSHGLYSELVEMMPDPDKQEELLRAREKAKIAQKQREDAEVLAAATR
WAGANVKMGKQRGKHANRGAVKQQSAWSGENEFKPCKTCGVQVRMRDMVRHGEKYHRGQGKQDFPSLSDMRTHL**VRVH
EYYIRQDNVNLLAV*SPTGGILLSLLLGRRAGSDPHSPSLIGTPPRTHVTSTPPP                         
>Contig1904_Corallo_2_fr5                                                       
LMQHLHSNCFGLRMSSLCNVQCWHIKVLQGHSMVVTSG*TIKPRQTEMNSRTIRLSNKW*HPYGRKGSNMPCALCGKNVS
FWRKGCYGCHRTVCKKCGDVPLQGKMICHHCAIMSLAANGGGRERISQFTLSDLRTFCIYVNISTAGCADKDDVIHKIQE
AYAPGGRQWGKEVPALGITKRTFEWRMRHNQQTGSTSQHRHLRNQSGNGRQDHGQSQSQTRTNTTSTERTPQARASHRDE
CPPQHTPLVELCSIHNEDMIKGLKIANLRYLLRQHGVDMKGIKEKELLVEKVTILWKSAKEDKEKADDVGGDGDDYYLCK
ICLDSRSNVLLRPCHHLVMCHECCNMVSECPICREWIAERIRVYVA*YRFISRMA*CRGCLHCTR**NKEIKGIL*ELT*
PRLKS                                                                           
>Contig2035_Corallo_2_fr5                                                       
ILHLDRESWHERVMAP*DEGFDMESGSQALSGLVGSQVEVCWRGLTSLSPGPLHRPLLVHCEGWYRAELLSYDQNAKKGL
VKYLDYPTWQPNPDIISAELIRKEPQRIKMLQAKDPVRPGDLVQIQGHTTNDWLVARLATLSDNDAVLIFVGQDGENVLC
KLDRDRVHIEPRRLKIPSPSEDDDEVPDLVEDTAPSTAAAGSSHSVLVLQQAESQECLVAGPYNLFDEATGITYYIHANV
WYAARIVDKDILSAADGAVPETDSSGAVTVFFIDYPGSSRNPDRLARDRIRHVVPRRRVTEMDLKGREKIRIQVAGRPDD
QYLSRSQDGIDWIEGLLVEMHDIGLATLEFLGTRGTPIRVQWPLVDVFVEDLDHTDDAVNEEHSCEPSISHISPAAATVE
WMSMRAEWTTLLADDDTVTVQYNDESKPCSVDMGMCIITGLTPETCYNVSIRAGKHRILWQKSMTTSKVRAPSKPPQVVC
VARGVRFMTLQWNCNTDVDGLCNGAPIEGFTIAYFASEGDAADPGSAQTVRVNGDVRACDIQNLFSDHGYTITVQTRTSA
GLSPAATISARTRTDEISEHAVANANDHSTVLEDQGMNNCNVCLTRSRDAVLVPCGHRLCFSCAMKCYNAKKQVCPFDRQ
PLREVVKTYDL*TLHPCH*NLVCP*EEFIYI*ISHASLP*WETLPRQRGFLPAGPSPTVP*VLAVEVLPQWIQSKVQ*ST
QEVQRRNLPGRRTRKLGCWDSWKGQSEGSSPPR*G**QQ*KTVRRPCHHASPKLGPE*PQRKAGRMRR*LHSAVLIPSSH
VLPCTADPAEDCGKPCRSGTPWPRSPR*RQ*PCARLIPPQAA*SQKCPKSTWPTPPRGCRLPHS*SWYRG*L*T*EETVR
R*DAAVCSQAVSLEYSPCQ*CRPSRWRSTWPLPRQKWPAKQHASWVQTAP*DQQRQSSGLPCLLPVCADVLRSFCTVNSN
KE                                                                              
>Spom_NP_588346_2                                                               
MSPSGPNLNNKEHNRASEKKNSRTHNKKTNRNQSKEKPVSSRSVETPKNAVCLEPVGTDPVSNVATVDASKEEQDEDEQI
CFICAEGITYSCVLPCNHRMCHVCALRLRALYKTKECTFCKTEWDTVLITKDHEIDIHDVDLAKLPFQDEKLGIVYSDEH
AQEESNLLLQFNCPEDACDITCKGWFDLKLHAKVKHHKFFCDLCVKNKKVFTHEHTLFSKKGLTKHNEVGDQGSDLEITG
FKGHPKCEFCNTHFYDDDELFKHCREKHERCYICDQVAGRPTHQYFKNYDSLERHFEKDHYICRERECLERKFVVFGTEI
DLKAHQLDEHPHNFTQRELREARRIIPQFSYDPPGASGRNRRERTSSTPSEQSTSVNETANSLSNLHLSRGEIAHLRQEE
YVREQQARHRDFGFTLSNPAPTSARPATSTRTISRGKTRTLRNEDFPSLAEVANQNSSSAPSVPVSAPRLSGKSASRNHV
PSPPKGTKSPMASSEQAQHQQVIDRMQKLTNYDDHKINDFKFAVSSFRGNVMPAREAVARITKLVAKPHEQLSGVFNQIA
NLLENKEKSRELLEAWQEWKILNAKDDTRIGTTNSNLLRLKRSNRTAAQTASVWNRIERAAAHDGPSLSAPSSSINLANI
TSRPTNSSAANTPSWGVRKARASALNARSEEDFPALPPSTSKRISVQLGKKQARPVDSWGSTPNTSSNRNSNTMGVSKKK
NGKKQTVLFHIG                                                                    
>Tmel_XP_002836755                                                              
MEAMKLDCECKICFGQIADTLLLPCSHLAICTWCANQMGIKPISELHFGPPIHCPVCRVAVSSRIKVFRA          
>Ncra_1965NCU02203                                                              
MSSAEQATPQGPRGDSNRDRGRGRGAARGNRNRGGGGDGAGRGGAGRGKSRGGGQQGAAPTPAQDSSSGDSNPTQWKTQQ
QQEAQDDDDAEVCFICANPITHHSVAPCGHSTCHLCALRLRALYKNKDCPHCRTAAPFVIFTDDPNKRFEEYTSKEITST
DDNIGIKYAGEHIVGDTVLLLRYNCPGGECDFAGLGWPDLHRHVRSVHHKKLCDLCTRNKKVFTHEHEMFTDKELRDHMS
RGDDKPGAVDQTGFKGHPLCGFCGERFYDNDKLYEHCRSKHERCFICDRRDSRQPHYYRNYDALEEHFKQDHYICQEREC
LEKKFVVFDSELDLKAHQLSEHGNSLSKDVRRDARVVDISGFDFRSSYQEERGGSSSGGRGRGGRDGRGARGRDPNAEAL
PVSTAQPLRRDELAFQRQMAIAQSASSARPSAGPSSGTRPAGQTSVVQSRPSRPQQQREQQQQQQQQPIIDAMQNLSVSE
LSSLTPEQRASLTRHGAVIERASNLLGNDATKINQFRSYISNFNKGSMTADQLIDAFFALFSETSSNALGTLVREVSELF
DDKNKGASLNRAWQNHRTINEDYPSLPGLGGMHGATTASSGWAAAASATPVTLHSNGGLANAQSRHSNHVLKLKNSTRIG
GASERGLERTVASLQAGGSSSSSSSRLVPGTNAYAAQVRPTVNNSAAFPALPGAKKPATTSGLSGFTAAAAGGSSSSRPA
PVTVPSASRSSGSTATTIARKVAGGSGSMQKPGNEDAFPALPAAPKPTTTLFGYGRGAVRRNFGQPKETGFNWSAGGGSG
GASGSSSAQQAGGEGDADGAGGGKGKKKQKKQVLVQWG                                          
>Scer_SCRT_00259                                                                
MSESVKENVTPTRNFRRTQGPQNNTKPHNDRKNFRRKQKKNNLSAEPNLTTSSADDTDEENELCVICARKLTYVSLTPCH
HKTCHICGFRQRALYNKKSCLICRTENEEVMFTDRIDGDISDKYNFCEKNEKYGINFTSEEVATETLNLLKFFCPLSKDE
QVCDFGSFKKYNEHLKSEHNRMICLICATHKHAFPCELEIFTQNQLRNHQTKGNSEGFKGHPMCAFCSGKRFYSDDELYI
HMRNQHEKCHICDKMNPASPQYFKDYNQLFDHFKHSHYVCTVQTCLDNKFVVFKDELELQAHILQEHGNILKGKPKFFQS
ELSTFISAPSRVIRERDDYDLPSISSLPGSSSGSRTDVRSASSPEESRLRLAERAKYYLENSKEDFNKFSSYNEDYSKGR
LSAEKLLESYKLLFTKPNADVYLLIHNLAETFPKNSSKYNNLNAIYEQREQTLARQTSLPSLSSDSSLSMSIGRGHWGGT
NDGGSAGAALGVRNIKNLPTLKSPSASYDPFATTVKKNTLRPVQNIKRTTPQSVSYRTSTNTVAFSPTYLESKKGSSSTS
LNNSKDKLKSLNLPQLPPPKPKVQIPGLNRPQIADPKQWGKKSSTQDTNVHDNLRELNTTSGGNKKKGKQKQLLFHIGV*
>Scer_SCRT_02009                                                                
MNSSTSSENVFINSFSYLNQTSQAVISGNSTFANVINFPYRLGLSFIGAVNLQYEQTVKSEEIPPTLRSVFDTIGFFFSP
YAIFCFVIAIVLNRFVVFYAVLNNGSRRTLPLWLSNVFHISAVVVLAMVSLGPLTLGKDFKILGDPAFAQEKFLLNIFYA
FAYSYCVETIFTIMRNSSPLEGTDYSLFELSIQFYTMTNNNTKLLDSPDYIIDCSMAILSRILIHLVEIFRLRNYRLLFS



TIMNLCHICYLGIRVKQGGWKSLPFSVKFRHFPKLFSVSIICLSLLIFELSCLIRWDPFGKSRNSCELLQFYPLSRNWKK
YLNYTGEEDFSAMTTKFALLLCSGTELMEKGIRREFPAINIPDNVNEKFFISGYLNELSKPYKENTSISFPKKNSSILKQ
RFFLMFPKSIIWIMKKLVGQVFFGFRDNKDEDIPDNDPSKMLKITKTNSLNNSAGHKEDIELELLNTSDDEYSEDYEPSE
VESLGDSDEENLEEDSLIFNETRDALLDLFSSEDNEVHTDYNWIMSTSRILQQKLLSDKTLTRASILDTELSEVDETFGT
ESDFDLSCAVCKVNERNTVLWPCRCFAICEDCRISLGLRGFSTCVCCRSKVHGYCKVHPVSDSK*               
>Cneo_XP_570212                                                                 
MSQMGSVSGWYTNAYAGTFRSSRLRAPSLLPNRQIPAPIQQTLVIDAAHNVHTGADVQGENGKSKVKRRETVFGPDVGED
DEPGWTDGAKEEISVDVVKKWVEKTKADEGLHPTTTLQALVNLKRPTLLLQQVEQSEPVEETNKHDGITPIAYEHQKGER
EETNFAPPLHTLKFSYDATTPSVRISLLLYPTPQPPIEGKESILEDHEPRLLYDGLHPGGFGQVFELPKKFAIDLRSAIQ
VPTEEKEEEGDDGKKDTLVADGNPAEQVHQLDVGTQGQQENQGRRRFGLLRSNRADSGGLEESQIEMTNQGEGQKEGEAK
EEKKPIEQGMRVLIRIDGVGPQGESLKRRNAQLTHILITGTWVNDPNGSENPQGGKRVWVVKVARREAVIGTHTFLLKEI
FGLSQASSSPAYPPTSDDPYASTPNECIVCLTSPRDVVLLPCRHLVVCRECAVGMVEFGAGNRVARREEMDSAETGQNGD
ASGENGTGGGASSGGNVPQVAGGTTATGRERRKKKVKGWYCPVCRQPYTSLLRLALPEASNVPARPSSRASVRTTRTTKS
LAPTLPDGAERMLERLRPEGAGDSDEDADAANEAQIDEPERPRFVLGEDKEEIEHHENLEKSPDPAMVSTAVPVSTPASV
SDGEHSVGEGGPKGWREVAA                                                            
>Cneo_XP_569530                                                                 
MPLLAQLGNRASLLLHRLVYAFPAAPPPSHSPTPASDASPNFDPAPAPEPTPALSFVGSGYGVTLILMGILLNRIHHTVR
RPRQPPPDDHPRPINPSYFYRLRASVSDFFTSPDAARYIRLPGIVCLLRAWILFTVLLIQVIGLWPEFQHDRTTAMWRRA
TSRLGNWAGEMEMNDICWQVFVSVCVGLLCSGIANGLDTIRRRDVAASFNLTGYSFMMHLYSSPLTHQHTERAVAHGRPD
AHALFQLWLSLTELTWLQILELSLTLRDNVLLPTSVCGIVGVVHFAYVLFSSPLRFPSFTFLTHMLALFLSVVILSTVIL
RAITFIFSYGYIPSLTSLLPHEGVIPDRRDDFGVTLLKIGTACIEATSLSGLRNELANIDKPEAPWVEITSDGSEFHHGL
LQHSPTPGFCTEISNIKVSEAEDSERLNPQWREVRAFARALFTAILSALIRFIMSTRVGRSMFRLGAKIWRARWWYGPRS
WKFWRRDAWREPPENIRARERARLRARASAIIEQISGSGESSHQLAHTANLHRTGYTRGTSTSVSLRDHGGSTATIQRNR
QPRREMWTYADYLLKDVDGEIEDDEEWIQEMSDDSDSEQMSIADANEEEEEEEDLFDEGMDVEEEEMKQRGMLYGDLVSQ
TTESDGRQSSDDFQPVLLAHLTSRTAAPLTRQRYTSLMTLYSSDSLHTPALPSLVSMHNENVLGLRDVMHERRQAMKGYE
EEDEETKRTCVVCMVSMRDTILWPCRCLAVCNDCRESLAARLPAQNHMCPCCRKKVEGYSRIYIP               
>Cneo_XP_569116                                                                 
MESQRPAQLPPRGLPILSGLPPVTESSNCRQCGKDFNPFWRRKHICGHCGYEYCSSCLSDGQALMPRRPGQAALNPKPLS
ELKAGLGLDDKRESSGSGYEAESVCLPCLGMLQVTAAPVTILRSLPIKRLKDYLAAYNIPCIGAKEKEDIVQTVLKARSP
STGCLSPEAESYYRRRSVPKGNTQSSSSPPNNTQTRPITNNNRPSSSGPQTYASSYQRPSPHAHYRPPPPPPSNNYRRTP
PRPQPQTQPRPQTNYGPTSAQARPSPRPAAAPTPPPPVPSILSLVALPDSYLSSLSIGTLKAILYENHVRVDFKQVLEKK
ELIARVKELVDDERKRLERQRIAEQEGLEQSPPLSSPQDPISDNVEASGNTAGLGDTEGDSDETPKAAKKVPTGPMPEIE
RGLCVVCQDEEATLAAVDCGHLCMCPHCSDLIMATTQECPLCRTRIVTKQRLIRIYRT                      
>Ccin_CC1G_02513                                                                
MSTFPSSQSQQQQQQMGTPQMQTHQTPGIAHLLPQNDINGNATVRDKKALEPLFGPNIGAVTSGPAWTASLDKKVVTDEL
TPEVVTSWVERSKDPTQPTTTLQALVNLKRPTIRLSPLSPIATNAVPSPATSAQHHYQQHALEFQYDADCPKVSIHIHVY
LPKTHPDAPPGAPPHHPYAKLLIFESVCEGGFGRRLRLEDGAIFELGRFEKVPKITTASASGEGEEGNPEEKDGGAVSKE
ASGSSSNSETAQGVPTLTLNTNLGNDNNNAPNRPMKRLTQAFKFRRHTHNPNRTIAGPALAVVDAHAEEAQQNANGAPTN
ASSTAPSGQGKPAEEDGVKITIRLVALDEQGTELAAPNEQVTYLHVVRVGPRPTKERAPTSPTSPTAQSPTAEEGDKKEA
VEEQEEEEEDTRPWVVKVVKREATIGPHTFHLHEIFGLTSSSSDTDVPAAQHSSPTHSYPPVYSHNDDPHHADDSMTAEE
CLLCLSSPREVVLLPCRHLVACKECALNMVEFGAGGVISSGGGDAANATTGGTANQTTTNAGGGNTGGGWLAEVAGAVGG
SGGAAGNAENGAAPPPPPVTNPRRKRKAKGWFCPVCRQPYTSLLRLTTAPPPISASKETVLAGDLQRMSLGDPNANPASP
NLATNDNNANNTNSDSTGNANASADNSTSGGGLLGNLTLPRPAFLRSLTGGSSANAGGNAGGGRITNDVESVGGLASGRV
GA*                                                                             
>Ccin_CC1G_05460                                                                
MASAFQSFSVPTSPAVSRSNDNSNNNSNKGSRQPVTPQRLPQQRHHQHRYSHSAFYKSPNTPSSDSTTGSSTLTTPDNTS
FLSKKRLVAGRSPDVHRNSSIDSLDAKDKSLADLAQNWRVRANQHGIKVSPSAKNANANDSHFGDDEADKTMSDVGNDSS
ILSNDEALLPPAFLSYHRRSSSHTAVTRPRAQSHASLPENRGIATSPCATRNANCSLPLPVSPVRPRRALASLNPTDNIL
CTPPPNRVLSSQLKMKGSLTDPPQPRKREAFGNVTLPAANLARANMSMNINLGNKSLELFDINEHDLEYETELQATEEPY
DESFSLDLQNHTANIFGYSGNPQQQEAAFRSSPNPFADPFHFDSNSAGSTNVLSSIAESVEHHFHTLQHPPNLRYSPPNY
FTSGEPLYAQRAPPAFPKPTYAPLPQTMMPMPVPVQPAFVGAPPLGGTIPGFPAISNVIHNEGLAPPKVELAEPPTDCSV
CLVSHPSSLAILQPCGHPLCSGCLTSALNIVGEKDMECAVCKTAVADFKLVTVKNPGNAKPGAKSKLNTDKSIGDHFFAP
PKLDLGASLINAEHKELDSAFDFGFDFAEGIRASTPKLEQQMNLGGAGGMELSLSTSSQRSVGAPGKGKVVLRIDNVPWD
ITPRQIVSWLQQPVERVHVLLDSKGKTLSHAYVEVKDSTVAGAILRGETAHPNASGRRERGSVLGKGKRARGVTITRSSE
EELMMNLFPSWRGRFDGARPSLAGLEGEAIIRALEGGLLTEGDLASLRRLIQEPDSHFLKVPVLPFYSLLSILSKFPTDV
DSRVFWSSGIRDKLFELCVTGLQALISRVDRSGRNPEYTVDLVLDLAKAVMNCKVFTAPHVQKVVDLLHANSLPTPTMDQ
PSLSVDTSGETSGHSESGSISSLLRTPDYRQALPSLAKPKEVTSFNTPKEGAADRPFDDLAKEFGVDSQLVQALAQRLAA
LA*                                                                             
>Ccin_CC1G_07279                                                                
MFVLHPSSRCDVCLEGFSWETEMAPFAIPCGHVFCKTCLEAVIPPKCPLCRKNYDPTRLKKLHVDRPEGMDDPKEGEFLQ
RIALSFDAPEDHLQELVEELDAWLREKDPESCLPVRKARMALDKYQELRFMGIESKREISRLRQDLTELRQVMAAEKDQA
SLIERRLLEEKDGLEIQLDSYRTELEQLRSEIHRRTLKNPLPPPPQPVSFARYPPFDPKFNQGTARWYNDAGQSMLMPTK



YPPNGLAYVRPWMDDERENQHHVLNESNGARRDRKGKASDPNSELYRSVYVANPAAAASTSSNGVPSTSQLETPRTKPGI
IPGASAASGFMPPDPENEKERGFHAYRTPESSPSRRSKTPKPLFDPARDAVDPYTLTAALLPEYVNGYTEGFSSALQTVQ
NAAASGSRSSKEPEASTSASGSGSASASSSTQPDERAERRERRRREREKEREKEREGRRDRERDRERDRERRERRRERPS
DEDREGGDRERDRERERERRRERKHRKPTSENLADAIAAISSAETRRSRRDRERERERERDREREEGPSSSNRERQRRRR
TSDADAAHRTQAQAQATLASILSDNPSRARRSSTARPATSAPQIDSQPTIVPSNPQTNPPALPAPTQSTVPLAQPTPRLP
AQPPPMPPPEPQPTVGGEPLLATPASRHSIQSDASASSWGTVSSGPNPNDATPNSFASLNLRTFSRYPAQALNAAQPQVN
GNANPQRSPRRAHFTQQEEEEESSSSEEESDDEQEDPSPVVIQPAPNGRHHPSRNNSHTNVATLVAPVPTRPETASNLIN
HSQHRQQRTPYQMSASAAPTAPSYPTSAPAHGSRHTQAMTVSNHYQNPTLPYQNQGSRPTSVAVSSGSAGESHGRSHRHQ
QVQPQQQLQRSQHETGRHRGHSHSHSHPPPQQQPHTAHPLSHQTNHLVQLNVYTNGHVNGANVKGDPRPRRLSSAAPPDV
MASAVSSLSSLSLHSLRAPPPNSAPVNWPSTSQPESSSEEEDDDDEEDSSSEEEGQVVGQNQGLPPGTAHTGNALGLAIP
PNWAVGAQHPDGQIPISAPAPRVSSRAFLRSFSHEDYA*                                         
>Umay_XP_761884                                                                 
MPGQISDGLQHGKQWLTSTAGAPVRATYDFLFPPLDELFQDDTAKTRAAARSTSSSASPTDESFEQHEVWDTFSESPWSF
VTSRYAVALAIVAIVNNRVQHICRPRGGATARLSQVQRIALRLPSLVLLARSVLILTTVVADAFLAESNPVNTVLRSCTT
STWRDAWLGNMRISGWASDWFGSTSRDDILRARDASALWAAFTSTCVAVISDTMVRNLDAEREEPPAFNLVGFAFLLHFH
SFSPETRANEHVYLCILLQMLQILTIALSRCGRPVYARRLVISSVFGIASLLHYALAAKSGRYPFLEALSRTPEIALVLV
ILLTVTLHALTMLLLEGEIQTHRLLFSRSNLPSLDEDWSLALFKLGTACMESTRLTGLERQVEPLVAWDSPYIELGRNGR
IELVDPLASRTSAALFDRSSSWSASGSAGSAVGGGLSREVKQVRIEPSVHGGSSALEHAGLARIRALLHLATVTLLVARS
IAVIGLRKVLRAVGLPDPSVPSWVYRALRLVRLVWHGQNGEARRRQRQAAERQRIQQEQQHRSRAQQQRDEQMQQCTASW
SQAATTGATSSARSMAAMSPRCVAQETDAGHAHAQNSALDWQRFGAGCGVHDERWQSESDESDNDYDDTIRYEDDDSEAD
QVESDVEVPVSAHSVERDEVSGLLAELESFAASGDGIDRNGGELTRARNEAFNQLLLAHLTRAQWQPPLTRSRYSHLLSS
HPISQADIHLAHSLHHRRSRTPTTTDITPRLCVVCCAQERSVICWPCRCLSLCMDCREHLASFPPTHPSPNPSHLCPTCR
TPVQAFSRLYIP                                                                    
>Mver_MVEG_00555                                                                
MPFVETLESYSRALYLPLRAYVRRPFQFVTESIRDHVPMHSWDLRKVLEDTLATSPSTISAAPTSVPGSHLTSTLDALGL
LGSDSSLVDSVGAVSGSHLKLAHTQPSMANFFTSHYFLLMFFVSIVMNRINAIVVPRNPHPLKLSVRFAIKIPAFYLLMK
SALITGSLLLNQGQPTTFIFKTSYTESSALWLSFVAMGVSCTMDSFISNLHNNGISEQTASVLEWAILFHFSPYGQDILL
MSFVQMCQLLTLQLMSLSTRGKNYRLLVTTFFGLADLCHFAYAIYYRSANYPTIQMLTRLPEVVVILMICISLVLHALTY
LVTGGNVRRQVFDPTELPGPEEEYGSAIFKVGRACMEATRGMGFKNEIDAVVVPFGTVLDKKHGTYPSFATTLFGGPLTL
DQQQQLRRGNVTAQQLAMWSLRQRSASSGSEPPTGFANEIPDVVETPGQRQQMSRRRTRILVIQAFCRSTIRLLIETTLR
FYNRVIPARFRRATPSAQGSRMTVQEYLQLRSRIEVAMDNARQRLQTRLEEAESQLYMEALARVEEQEEEIYSEFLSQDL
DSSDDEEDDISYNDKYAGDSEYESDQGLNSDEPYDVEDDSGAGSSIAQFGMRYRYESEDEDDIDETEEESLEQKISPLRS
LQDFFLDTSFMGIFLSSRLQDTPLTRSQYKHQQAIEHGPCDDDISADVPHIDRSKRSSRQSASEGSSGVETRTLMTVLKR
YRRSASESGPAPSEPNVLATSPPPLAQPSPPSEDSTIQSRLLCVVCQAEPRGVLLRPCRCLALCNDCREVLASRRFKQCP
CCRSEVQGFSKVFLP*                                                                
>Mver_MVEG_01820                                                                
MDYAGLSKLNIKTLRGYLLSYNVSTQGMIEKQDLIKAIQSLKPIPEASEVYFRGHLPETPEKSMSLFDEIANFGRPSTTS
DSTSGSGSGSGSGQGTNSSSDSSDGWSWDLDKFFSKLFGDDTPATHSNRPSPRSQPQTQPQTQNRPSQPSPGQPYSNGRP
SAGPGTPGTSFRPTAPQTGYPYRPAAGHPPTMNTQQRPSTYRPPSSTQSSSRPAHPYPPASQSSAPQTPRPGQYAQPTTS
AASSAGPRTASQPSSGGTSSGSRRTTTTTTTTTSSTTTTMTLDQVMVSKADPSTLPIKAIKAILDSSFVTYVGVVEKRDL
VDRLQKLIDNTRAEQAMVQEQEVEAKKSPATSSAAISEDDNLCKICCDAALNCVMLNCNHMATCMDCGKLIMEGSRMCPI
CREYVVKLLHVFRA*                                                                 
>Mver_MVEG_04042                                                                
MAYLRNNNKENISDDQLFADMERPQCFCGKVATTIYPIQASEPGHPYSPGDRGYSAPLTYPLSEFDFSSAYTDNDEFSFG
YQKPFSYRRSSRISNKPPPEPPRKKPPTSKVVFECHFTTPQEGMTHPEVCAECEDQLRRPNERELDSGFEMFKRLKGQEK
EEGERNVDEVDSWPMVSISAGPAHDTEHQDGEDSWSSPVYPTYNQPKQQSNLPHFVSMPSLPPGYKLPEPRKRKVCGFHM
HALEWYAMQDMTVEEQIVLTRTAGCPAFSQSVTRWLDCRPNDLELAPFNDINCFCMEPMVIRLRKSSQGDEYYEFACVHR
VPLSLRPVKHWNQLDDSLLMGSGCSRVVLLKNAAHTPRTTPVHKTVKDTPWRQSILAPLPPSPHSGESGRKKGSILKVSP
HPIDLRRAVTHKDSGDWKPRTKVGFKRSVEEIIPLSLPDRPTGSVSIPEWYDPGLALQLLNNPAPYDPDDWPSKVVEALN
ASSAGQVSDLVIDFLVEEAVEVGTAFAASIHEKKTYELEAKQEKLAEMERNFEQLEEKQKQLAQEAKMLQDNGKEMQRFR
CRICWDANSTHAAVPCFHLVSCESCIKHVTHCGICRTPIQGVQLIKWG*                               
>Mver_MVEG_06224                                                                
MGAVGSSLNNSVDWVRTQGANAFGGSANGRHGTPRERRRRRRQQRRRLHRQQIQRQQREARRLGLGDTIPSNAAAGYGMR
ARDLEEGVGRGYLYHGHESAWTGESVGSDLDSSDSDSSDDDEYDTEDGSGSEGGHEGLVDEDEDNSLFEGGESKVNGGQN
DKHPLYFGPAFHPVTEQTPAQIQLQRQIEQQLEQQQRQEYWQQQYRQQQLLQQQQTQIQNGSGQPLALQDLILPSAIPGM
GSHSRDASTEAGIPSPPPMAGMDNLQDQLYRNSNLYNLISGLNVNPLLTEIQRAGTLDLSVLEQELDDVEGGWFDIDDDE
EDCEGTEDKDIDFGYEGIVREMQPTKRSPTALACSVNLKKSTLRLVKNVTATGQNIPAGTTPSQSQQHQPQMHARPNYRL
DFTFDSLTPCDIKLFWVVKEVEDDGDLGFRLRRLHHLPQPTTYHFPAGMNQRFISPILPLYTMSLPELTMQGMPSTSKRM
FQKRQQRQWQQWQQQLKQQQQQRSGVKSENEDENAEGDRSGKKNSKSGDKPGGLWTHEVSKNKSATSITSTPTDNKDQKL
NGEYGPSGMVDDEGYKAIMEDQYYPLVILIEATKENNQSSGAARSLPTPAVDSPGLYLVDNQAISTFACFNISSEGGFEI
KVMKQKVWINSTNYLIQEIYGFTDSAPTSSTMATTPEKVKPTSSKDRQSGKVSRSMSRLSRAESIASRVTELTMNRPKKK
STRKRLSAALNGSEANDDTAETVGKRVSKSNMIEDLDIARRTSTSVGRKGDETEGGASVQGRRPSSESILSSVTTATELP



APTEDGRQSDDEQEDGAQKEDEQEDESTEANLVMLDAPECVICLSDVKDTIVLPCRHFCICSECGDILRRRAPQRCPICR
QVFQALLHIASTPTRKHEFAMVPTPASSTSIAIPPAAAQPHQHELARTVSVGPEF*                        
>Mver_MVEG_08384                                                                
MAARLLERVFVKVHIRAAWNKLHNMTEHGELSSALESLIHLTATDSSYCELIGVMVDMISTDSLGVAAPFLCHIIDMAAL
PSQQTTRRMSQQLLSKCDPGGLARLRSRKKNKPAAALIWSVLANRLAGEMSSTLFSDAVCDCLLNNIENDPDMLCKVFSI
IALEKFSLTGPCKARIMQTNLQSLLRDTANMSTYGLTDPEEIAGITQAKFCAEWSLRNIFRDTAEDSPKISTDQPQVENG
SPSISQTENDMSVRALSPQMGSKRVATKSSNINVMLNTLDATRHWKVSEDGLSIRNDGSTFESIRATKSVTCGKWFYEVT
LITAGIMQLGWATAHCQFSPEEGTGVGDDVHGFSYDGCRNLIWADGDSEPYGNTDSWKPGDILGFYLDIDNAILECFING
NSLGSVSPFSKEQFDVQASSGYFPAFSFTSFQQATVNFGATPFKYPPALPWRNLNENGAISPEMRKAIIRPRSDSVYGVI
QLDPVTGLRLPSMSEEEADMDYSSLCTICCDHAATVTLQPCGHNGLCVECAYSLDICPLCRSRIYQRQMFSSEPKDEAAA
SVVGGLCITGLSSDSSSTDTSIPGLSHSSSTSTSAWSAEYYGSGLNRDFPQTLANETTTTTTTTTTTTSEDPIAPESRLR
NTSMASPSTRLALDCLQDPFSPPSTAYFAFLNRPARPLRGHMHPLDMSVDPLEMPTSSNNRPSRFSPSPSSTHLPSDLSP
VSPTLLPPYPQDAFMAPSQRRSLGPSLSSTSDVEMSMSYDPIPPHLSGDLLGSDSDSDDHDVVLVESGREASDSEVMEQS
APDFEGYHSRRGSVQFAQGHSLLSGSSSGGVGGLVERPLSSSSLAYAMPVPGPEEAFGTVGSIPSVASATSLANGGAHGT
GTRFGARRASMPSNRLEM*                                                             
>Mver_MVEG_08841                                                                
MDDSALKKLSIKALKSYLGHYNIPTAGMIEKSELIKAIQDNKPLPETSQVHFRQQLPNTPDKLVLFLDEFAKLGKTSVTT
SQPTSSPETLLQDLDQFFKKLTKLNLNGEQDEVPKAKPAVPPQPQPTSRPQSTSQPQPQSQPKPQPRKEQPRPSSQSQPQ
KCQPTPAQPKPQPEPAQPKPAQHAQPVQPGTQSRQSNQQSYHQQYQAYPQHQHQQPQPQPQPQPQPQPQPPYQQKPAAFS
SYTHPNMASYTPQPTQANDFYGHQTSPQPGAQYYGQYAYPHTSGNEYQSPPLAPHGYAHTQQPFAHAQPQAHAHGIHVPP
QSPTGSYESPYTPQPQLRSYPVPGETVNPFEPVKGDNSQYYQQQYYQQQYQHYQQQQQKQQYQQQQQQQQQQYQQYQQYQ
QQQQQPSPIPTSPMPGATPSPASSSSSSYYSTYRPSSTYTSESRPQASPGDSASLKDEHHSRSSPFTQNGSKSEPRPANV
KTSSDTSRTSDLLGSQRDDRQQPTPQSTTIPETRPRPQAQSRSQPSGPRAPQDRQDYRQQTGASPPSPPEPETQPEPHPQ
PQPQPQPQPQPQPSRRGPLRPPQFSESTTQLTLDDIMSTSVNISTLSIKVIRSLLDANCVSYMGIIEKSELVSRLQSLID
NTLADRALVKEQEEVAAAAAEAGAKASSDAKGDKPAPPPSNEDDHLCKICCDAVLNCVMLNCNHMSTCMDCGKKIMEADR
TCPICREYILRLLHVFRA*                                                             
>Mver_MVEG_09432                                                                
MEDRSIRKRRLTDEAGLPVQVVSPGATATNSAGGGRVASPSPKKRQFTGSENSSPRHTTNHTSKEDAEPMTAAEEVLANF
QKEAIWRQMQEYKREHARAIEQIDKLQEKQVDYEAHLSTVDIYWNKLLEDLKMLMSRVNIEVDTKDMILSDGTSFASFIL
NGASEDSQDRIIKDLTADALKPSMEARSEYTKEIVLKLLRIIEDWSEQRDTFWSTVKESDSAAKESAVVQTLTQEHEKMV
ALYKKGQTDLDRLQAKCHGFTDQVLRLKNELEMTKNRLEETAENLDDSKERLRRVEKNMDREKSAIVSAVTSGSIFGENY
TGSPDAATPSGGQVEPKYDLQDGSRDELLQFRELAVSRLTELEEMKTQRIQLKSELDQLKIQLNNLPDDKIQDSLHVKNL
LTQWQYAKNDAEHYRNEASKLGAELDELKLSRRKFMDSLESEEKNRRATLEGELKKLENDISRVRDSRDRFQQMYEARCT
KDDYEMQQNQEIRKIANTRKDRITTLATDIQRLQTMLAANTGDKDAFAFYLNGPNDKSFLDDMRNKLRNAEEHIKALTIE
LEAYKEAASQVRELEAVTLSEHKLKAQVEELTTRLANMEALIGSGAEEPVKALMETIKSKDEAIHVLESRVQAHEAVQAP
LLNELHTVATAWGQLEEATSRKVIDLAQKEDLIYKLLSDKTRQESKCNLLIRAKDASANMTAVMKRQSDMQLDQIRRLEE
REKNLNMQMATLEREQMLMNNNVMAHKTRLQEYTQQNSAFKDKFTRQEERLAELQNLLKERTEAYENEAHARKRLLEESE
QMKRKIEEHAKAESTGDNSEAAKQAARYMKLLKCPACDTNFKSHVILRCMHVFCKSCMDNQMEFRQRKCPTCRENFGAKD
VKEIYL*                                                                         
>Mver_MVEG_10034                                                                
MTAELDPPFCFCHKVATIQLDQRRIIYECHHASIKRLSVPCRYTPTQEHSSEQGKAQGKAQGKAQGKEQGKAQGEEQEKN
QEKGHSEPYCPHDETLNDAPPLSSPTLGKGAHPHAAVNNQISDIAPGREEEDLPVALSPIQQRKAATYSFFHPKSSQPTY
QKEQVSGVNTTISEFSDINFLKCQTKTCGPKVCGFHMHLNEWILCLRPLWKSERLRTDSLLRPKAEKETKDKKGGEKDKG
KDKDKDKDENENEDEDDEMDKALELFSQHHHEIVHKHPTLHSSLISLSAGSRCMSHMITVGRWLGQSQAIGSPEHPTSVL
PRCFCGQNMLATTVRARFEPEELYVCRVRRSGKGGCGRTIRVQDVMINAHTSVKTTPTRTITTTPTLTERKIITTSMKPQ
EKLQEQDLLDTISLSAPGVWESIESKCKSEWKPLPSLNGTSSWEGDLKVNDNWGVNDNWAGTSWAVPMEESSKPVFRSAS
LPTRVVVDAFGVLERLKTSATLDKTLVTSDKVVHDASNNNNKGKAKELNMDDYIDRLEWALNPRMADTRKKMETLQTASE
VFEDSITRLDQRIKAMRVEGLDNPRFECRQCQDGSLDHAIVPCYHLVMCDKCIDASKECITCREPIGGMRRVYWG*    
>Pbla_Phybl2_80060                                                              
MLYTNENDYYIGASGSCFQFFLPPFFHFLISKLDRRSRDSHGPGGVFVIPRLDPIPELKQCVECGVQFSLFRKKYFCRNC
GNVVCSNCSDQRRPLPKFGYEQPVRCCDTCDTLIQMQQMNSSALSSMPLKQLKYYIDAYNLFAKTAIEKGDLVLIILNTR
PISNDHEVYYRSRRIITIKDTTNSTTQNNSNNRTSQEFSFNVMFNDLFGNSQRQHPQRQNSPQPTQPQSQPPPPQPQPQS
QNNHFYQSRTPQPTPPPHQPQYSWEYSARAPQSHPPAQPTQSTQPSRPAQSTRPTSTAQPTQNQSGTNNSRQQQQQQQQH
QQQAAGKTEMSLDDMLKGNINPANLSVRTLKATLRTHYVEQSHLIEKSEFVSCVQRLLDERKAELKTKQNDTAQSDDTLC
RICCDAQQNCVYLNCGHMMTCMDCGKKLVERNNQCPICREPILKLVHVFRT*                            
>Mcir_Mucci2_182405                                                             
MPNIDLAFKPVSDQAGRMVESSWKRILAIAQNHVQEFEEHEDDMDGFQRSSNDTRRSRSTANSSVVNHQIHSSDQSQTDF
YDRERHMVHALDTLFTLAYEGPGYLAFIATITCNLDPDSPVAMAFLSHIIDRAALPSRDTMASVSPVIISKLNKKPGRIQ
RMISLISGRYKIERSASKREALRNQIFHNTTNPPTTSTIMATVQNAEQTKLRLNAAILWSLLAEKFAGEMCLSLWHQDVG
DMLMKSISDPQEDLMVRIFSLLALEKFALTGTVKDIILAHDFNIRHVLLSVVRECEIANERIFALAMAEDESRLISSQPL
TSLALSSLTSMSSTGIASKMTTTNTASGDQVPAFSNLNSFDSRFIPPKGPLREEWAKYVQLGLCARWALDHITCPWDLTN
LKVIMNPFDSTPHLKIGGNGLELRNDRPHFESVRATACVKREKWYYETLLLSNGIMQIGWATSRCRFSPEEGYGVGDDCN



GFAFDTYRTAVWADGSAVYPQSKVKIRCQAGDVIGSFLDLDNGFCSYYINGCDLGLTVEFEHPNRKKHHRQHTSQHQHQQ
QQTRKSSETSSRSSNLSESTATTSTLHSLSNSSPKTTISSSSPTLTTSTSSPRLIEPSSKRGGKKPAKGLGLYPAISLTT
HQQALVNFGEKAWMYPPPTTARFRGINEAGALDGDFEKRVLRWVKKRGVTSHGKSYQPMNKPPLRPRVGADEVLQQASPD
SDSTTEVEEEEEEEEDYDWDGPLCTICFSEPKNTILMPCKHDGIGGRCAKVLTLCPLCRTEIHDRIPTTTITKTTFTTTT
TTTTIVEEQVVPTPI*                                                                
>Mcir_Mucci2_107793                                                             
MSNNKWLSWVETQAHQKPEQRTLGRRAPLSPVMRSASSSTASSTATSPPLQPAQQQQQQYTNTRNVAATNEMLDIVLPNP
TQCFCRKQAHRVYTSEYGPVLVCSNFDVDPAATKASSKYVCGFHVHETSWIKFCDTLRETKHVNIDYVELRSCPLYNFTF
CAIFRTSNNFDMNPPIVLPKCFCHKPVIMRINRSTHSISFACKNGDVDGAKKCSWILPAHQVAFPRPNFNIHNCVSHDEY
MSRKQETLTQKVLGAEQSAPPGNPPLPAVPTEGHQADLLATLSRPSSNNNSSTLDSISESNVQQPKPTSTMKPLIIPTCV
MAKRPPSQPVLSRSSSASSCSNVTSPVLSSEAATLSSPPPPALGTKTDEQQQLALLKHQMSKIRNENSQLKSTINAMTTH
FQDLTSKYDRLKGKTTDLQTELHRSKNEHNEQSVLRINCQERLSKIELDVVHLMNDNEKLKEEVFVMLEEKSKSGKDEEL
NKCRLCFTRNIEYCLIPCYHYAYCQLCAQKLTECAICRTEIFSIQKIYNC*                             
>Mcir_Mucci2_137592                                                             
MYSSSEEEEYDCPLCMEELDIADRNFRPCPCGYQICRFCWHHIRENLNGRCPACRREYSDQNAEFEPISADEIARIKREK
KEKERQQRDMDLANRRHLANMRVVQKNLVYIIGLHPKLATEETIRSADYFGHFGKIAKIVINKRQVAPTSHANGATSMQP
SAAVYVTYVRKEDAAKAIHAVDGSVMAGRILRASYGTTKYCTYYLRNMTCPNPNCLYLHEPGEDADTISKEE        
>Mcir_Mucci2_188882                                                             
MDTTAPATTPPAETQDKYWLTEQTKELFAKFNIGNLLFCYCLPFFYVFYPALLMPAIFLRTLSFFIGWIYKLVVAHHHHT
ELPAASRRNHHHNNTTAKTEPPSLVEDEMNNMYFWLQRCSICLDQTYSLCLESCRDQFCKDCFARYIEETVNQSWGLGVS
RIKCPVCQETISQSEWSRYVSQDIVAKYNKYNQPYRPFSRYCSTCEHPVAPCQSPRSQGVSRESRLEQIASDLDTFSKSI
VNPNLTVLVDQILMAFLTTCQKGSSTFRIGRVQDLYNQMIPVLVKITTKQPDLYDQASSISKQLVALEVIPEAWKQTQFW
HVANFPVEQCGHCGDKSCLQCGEKAHLGQNCLENLKLKLKNNREDQELTCTIQWKLNHTRPCPNCSVMINRDEGCNKVDC
LLCGYRFCWRCGSGWSQQKCGFYQCGEEEPVLLQSETTASALTSAVASPTNTTMKRTRAQKEEEQPSSKAELGVPDMHAI
DARRQVSSSSSFSN*                                                                 
>Mcir_Mucci2_144472                                                             
MSSDEEDSDCPLCMEELDIADRNFRPCPCGYQICRFCWHHIKTNLNGRCPACRRLYSDQIVEFVPVSAEEIMRLKKEKKE
KDRQTRDMRDPSRRQLSNVRVVQKNLVYVLGLISFRADPPYSHKQNEFFKKYGRIEKVVISKRSAPSTGSSSSVGIYVTF
ARKEDAGKAIEGINGMEVDGKTVRASYGTTKYCTYYLRHMACPNPNCMYLHEPGDDVDSYSKDTVAIG*           
>Mcir_Mucci2_156820                                                             
MDSDDDLDCPLCMEELDIADRNFRPCPCGYQICRFCWHHIKENLNGRCPACRREYSEEMVEFQPVSADELQRIRKEKREK
EKQQKDMESANRRHLSSMRVVQKNLVYIIGLHPRLATEEIVRSNDYFGQFGKISKIVINKKPALPASQM           
>Mcir_Mucci2_157228                                                             
MYFKGLVEEQDALQSNQEGKPKDCLICRDPIEKGMITYCGHSSCYSCGVQWFKTSRRCHTCNAPVQPYEWYRVSYQEMQM
HDRDQVVETNSASNSSSTPNSADGDEIVPSKPKKDEKIEHLIQEIKKQHISSSQGAKMDSIIRHIKYIKETNNGKCVVFS
QWAKVLAMLKTGLEANGIQCTNMDTGAGSVASKNKAATFQQDPSMNVILLHARNQSSGLTLVAAHTVFIVEPVLNESLEK
QAVNRVHRIGQTEETSVFWYIVQDTIEERIHAIHDIKRLHNQNSTAAINDNGKTQMSKPSDGGGEYVNDDDLRRCFTNNL
TYALRK*                                                                         
>Rory_3585                                                                      
MYFWLQRCSICLDQTYNLCLENCRDQFCKDCFSRYIEETVNQSWGLGVTRIKCPVCQEIISQGEWCRYVSSEIVAKYNKF
NQPYRPYSRYCLGCQHSVAPCQSPLAQELSRESRLGSIANDLDLFSKSTKDHSLSSLVDEVLRHFLTTCQRGSTFRIGRI
QELYHQIIPVLRKVVSHQKDLYDLASNISKQLVALEIIPEIWKQTQFRHISYFPMETCMNCGDKLCLQCGQVAHFGLSCL
EHLKSELMQSTNTEYTSTIQWKLNHTDEGCNKVDCLQCGYRFCWRCGSAWTQAELGVPDMHAIDAKRQSIQSL*      
>Amac_AMAG_00926                                                                
MGQVASNPTAAAVAQLRALVGATNPAAPPARAPTPGSPTGAPGANSTTTDPGAPEWLGNSLYFGPHFVLRHPGAATGATA
PGNNANALHIISDHVAALAATATARAAESGMAGIGAGTVAAWDAQRHEASDVPGQVSALSTTIQCLVNVKRSSLALVTVP
QAIPAAGPSSTPISIPSNRPHASLRFTFDAAVPCTVRVFLAVREKDGKRLVPLSPTDFPAPFAQASYPAGLGHTYDLPRA
IDISALQSAVAAHIPPLSPTSPNPSTSPTSFFAKPVPPASPTSASSTSPLYETNELRALRSAALSPPDPLYHLVITVTGT
TNPPAASASTVAATDQWTYLVLDHGGDSVRCVKQKLWIGSTPMLLQEIYGFAEAPAAGSPDAAAAAAAMLPECIVCMADA
KDTIVLPCRHLCLCKECALLLRKQSHKCPICRQDFHSLLHIARLAKGGGGATAGTGGVVPPSAPNAQDVMKSVDLTTADV
GVETGGLRARTRTADDVAAGAAVPGSAGV*                                                  
>Amac_AMAG_02434                                                                
MGQVASNSTAAAIAQLRALVGATTPAPPARAPTPGSPPTGAAPANSTTSDPAAPEWLGNSLYFGPHFVLRHPGAATGRAA
PGNALQIINDQVAALAATATARAAEGGMAGIGAGTVAGWDAQRHEASDAPGQVSALSTTIQCLVNVKRSSLALVAVPPSV
PSAGPSLAPVSVQNRPRASLRFTFDAAVPCTVRVFLAVREKDGKRLVPLSPTDFPAPFAQASYPAGLGHVYDLTRAIDVV
ALQSAVAAHIPPLSPTSPTVASSSPTPFLAKPVPPPPASPASASSTSPLYETNELRALRTSRSPPPDPLYHVVITVTGTT
APPTSAGTVAAADQWTYLVLDHGGDSVRCVKQKLWIGTTPMLLQEIYGFAEAPATSDAAAAAAAMLPECIVCMADAKDTI
VLPCRHLCLCKECALLLRKQSHKCPICRQDFHSLLHIARLAKGATAGMGGAVPPSAPSAHDVMKSVDLTTAETGGLRART
RTDDGVAGAASAVPGSAGV*                                                            
>Amac_AMAG_03647                                                                
MEIARDLAARAGQWVASSAPASTTAATSLSTATAAAAATTMETLSSAASASFKGPGAAAAGGSAAAGAGPVGLIALPTAT
MASGASALVLPFLKEAAAAVTGAGSSDATLTAAAGSAAGHGAAATMARDLPRPPVLLASAMASQPTLVDFITSRTVQFLV



LQAIAVNRIRDVAAPRRPRRLPQWAHLALRGPLLVLLALNAIDLWTRLVVTDLGHQWRLDAVHAWATGTWPTPEALADAL
TAPAADTLYNGFRLICVAANLDVFFQCLERNTNDNRSSASSDRHSLLEWGLLTHLYVRGPDILVITLLHCIETMLLQLMA
LVGWDNKFRLIPTSITGLLALAHFVARYDAPTYPALVAIPKWPELFCIVISGIVATVYMCAHVATRGRLRQRPATPTLAA
LPTLADSYSVAVFKVGGACLDAAGSAPLRNEEPPVILVAPPSTRSDNPLTASSAALLADPVVAVLSQWSDAVLTAADAPG
TAFRRAEELHRDDEPARAQVAVGRRTRPRTPRLLLEAVVEVVRLVRLDVVVHLATRVARLVARLAHQLGFPRRGRVGAQN
ADPAGAARALGRELDVAASHELAKRVAAVLDGDDEDDETYVPSEFERESSDEVDVDEDGGLLLSESESESEFEPDETDLD
HDEDGELYREVFHLARDLQFPVVVPEPPEPPLTPARAMAWPSSTGSPATPAAPPLAQAPSPRVRPRTRSQTFAWAMDQLS
PRPSNSATAAAAESDHEDEDQLVLTTALGMCVVCQTNPRAIVLRPCNCLVVCDECREALAARRFKTCPTCRRPVTAFCKV
YQP*                                                                            
>Amac_AMAG_03821                                                                
MADAPSNNSGPARGARRGGGRGRGTAPENGAPRGGGRGGRGRGRGRGGDAGGFVSDRLEGSRPRGGHRSRRPEHVPEELD
EETRARLAEEAALVHQFKAARLGGDQATAAGPVDGEDNDGEGDYEEGDEGDEMGDDDDNECWICTEEIVYSSLGKCNHRL
CHVCVIRLRALYKDFNCPICKEPIDEAVFTGNHNATYESFLPLTQLPHHDETLKIWFDSRETYAASITLLRFHCPDPGCE
YVQEAGGWTALKTHVHKAHGQVLCDICTDHKKIFSYEHTLYPPALLRVHRERGDDSIQDKIVNPDASFKKGHPSCGFCNV
RFFGPDELFAHCRVKHEECFLCQRNGIRDVYYKNYAELENHFHEDHYPCMFSECLEAKFVVFDSDIDLRAHEAEAHPQRA
GQRAHQQHARRIELDYEFSDAGSRRARGGRDGGRARHERRGTGNETAAAPPRPSPSASSSSLNQAAGADQPQQQQSKKKN
KKKTATGDEPALDAAAASSSSSAAAAPPTRPVGRVVRPPPGFGELTRPPAPAARSTPSPVPGANPAPNSAAARETAEDRA
IAASPLLQRMQALLDGSRPKLREFQQLSGGYMNGTLTAAEFMRALTELVGQEIDRATIRAIIETCPDDSKRQALLTQVED
MKVQQKSKVLVIRPSSPSTSSSGTARGIPSLVARRPGWSHILPASRAVRAQTAKKMQSVWKAPSPGSTSPAASLISAGPS
LAEAAVAAPAAGGKGKGKARAAPSIWNAPPVTPVPIAAASSSSVAARPPAAAAAAAPAAATSRPTIPGGARVRNERDFPS
LPASAPAPRSVPTPSWAAATLNNAQETQQQQGKGKKGKKNLLFRVGL*                                
>Amac_AMAG_04965                                                                
MEFARDLAALAGRWASNTATSTTTAVAGLGTVATAVAATSIATLSSAASASAKGPDAAAATASVGAGTSAGVGAGGIASA
TSTLASEASARVLPFLKAAAAAVTGAGSSDATLTAAGSAAGHGATATMARSTPPPVLLASAMASQPTLVDFITSRTVQFL
VLQAIAVNRIRDVAAPRRPRRLPQWAHLALRGPLLVLLALNAIDLWTRLVVTDLGHKWRLDAVHAWATGTWPTPEALADA
LAAPAADTLYNGFRLICVAANLDVFFQCLEPYSNGGLLTHLYVRGPDILVITLLHCIETMLLQIMALVGWDNKFRLIPTS
ITGLLALAHFVARYDAPTYPALVAIPKWPELFCIVISGIVATVYLCAHVATRGRLRQRPATPTMAALPTLADSYSVAVFK
VGGACLDAAGSAPLRNEEPPVILVAPPSTRSGNPLTASSAALLADPVVAVLSQWSDAVLTAADAPGTAFRRAEVMHRDEE
PARVQVTVGRRTRPRTPRLLLEAVVEVVRLVRLDVVVHLATRVARLVARLAHQLGFPRRSRSGGQSADPAGAARALGLEL
DVAASHELAKRVAAVLDGDDEDDETYIPSEYERDSCDEVEVDEDGALLLSESESELHSESDETDLDHDDDGELYREVFHL
AHDLQFPVVVPEPPEPPQTPARASAWPSSSSGSPATPVAPPLAQAPTPRVRPRTRSQTFAWAMDQLSPRTLNSATAAAAE
SDHEDEDQLVLTTALGMCVVCQTNPRAIVLRPCNCLVVCDECREALAARRFKTCPTCRRPVTAFCKVYQP*         
>Amac_AMAG_06988                                                                
MADASSNNSGPTRGARRGGGRGRGAASENGAPRGGGRGGRGRGRGRGGDAGGFVSDRLEGSRPRGGYRSRKPEHVPEELD
EETRARLAEEAALVRQFKAARLGGDQATAAGAADGEDEEGDEEDVDEGDEMGDDDDNECWICTEEIVYSSLGKCNHRLCH
VCVIRLRALYKDFNCPICKEPIDEAVFTSNHNATYESFLPLTQLPHHDETLKIWFDSRETYAASITLLRFHCPDPGCEYV
QEAGGWTALKTHVHKAHGQVLCDICTDHKKIFSYEHTLYPPALLRVHRERGDDSIQDKIVNPDASFKKGHPSCGFCNVRF
FGPDELFAHCRVKHEECFLCQRNGIRDVYYKNYAELENHFHEDHYPCMFSECLEAKFVVFDSDIDLRAHEAEVHPQRAGQ
RAHQQHARRIELDYEFNDAGSRRARGGRDGGRARYERRGTGNETAAPPRPSQSASSSSLNQAAGGDQQQQQQQSKKKNKK
KPAAGDEPAPDTTLASSASSAAAAPAAASPPTRPVGRVVRPPPGFGELTRPPAPAARSTPSPVPGANPAPNSAAAREAAE
DRAIAASPLLQRMQALLDGSRPKLREFQQLSGGYMNGTLSAAEFMRALTDLVGQEIDRATIRAIIETCPDDTKRQALLTQ
VEDMKVQQKSKVLVIRPSSPSTSSSGTARGIPSLVARRPGWSHILPANRAVRAQTAKKMQSVWKAPSPGSTSPAASLISA
GPSLAEAAVAAPAAGGKGKGKARAAPSIWNAPPVTPVPIAAASPSSSAAAARPKPAAAPAAAPAAAASRPTTPGGARVRN
ERDFPSLPASAPAPRAVPTPSWAATTLNNSEETQQQQGKGKKGKKNLLFRVGL*                          
>Amac_AMAG_07458                                                                
MAAPLDTNPPAATGPVEPVHQPDAAPADADAPPALPDRASTVIDDDDAVVPIGSPKDTASGVTDAPAADAPPSDANADPT
TSNGSVSAPPPHPPLALTIPRLVPDGDVTQCGLCSKRFAFFWHGKRNCHHCGYVFCTACADSSVRIPKFGYHAPVRVCKY
CLPFVNIGSLDEPHLLLQPVHALKSYCRAYQLTNPLGGPFLEKRELVRAIVDSIEHPSDDREVYFRAHCPAAAVQSGTGS
SSSAEASSSSSNAARSSTPAPGAAPAPSSRRSSVSGTGSTSTTSGANAPPPPPPPQPQPSRGARPWDFPRASRSGPSSSS
NDSARHRSRSQPPGAGGNPPADGANTFTVPLEDLLTYLATVASQREAESRGPPPPPAHRRTTGDWPTPKMLVETGTDPAQ
LSVHTLKGILAAQDVDYAGVLEKADLVKKVQRLMDEVRPPAEGGEKPAAAVGEENTCKVCMDAAINCVLLECGHVGVCID
CAHKLNECPFCREKIVRVVHTFRP*                                                       
>Amac_AMAG_08345                                                                
MAAPLDAEPPAPTDPVEHGAARADANAPPALPNRASTVISDDDGAVVPLDSPVSAKDPASDMPDAPRPSDTIANPADPTA
SNGSMAAPPPHPPLALTIPRLVPDGDVTQCGLCSKRFAFFWHGKRNCHHCGFVFCTACADSSVRIPKFGYHAPVRVCKYC
LPFVNIGSLDEPHLLLQPVHALKSYCRAYQLTNPSGGPFLEKRELVRAIVESIEHPTDDREGYFRAHCPAAAVQSGSSSS
SADASSSSSNAARSSTPAPGAAPAPSSRRSSVSGTGSATSGASAPPPPQPQPQPPRGPRPWDFPRASRSGPSSSGDASNS
ARHRSRSQPPGAGGNPPADGAHTFSVPLEDLLTYLATVASQRETEARGPPPPPAHRRTTGDWPTPKMLVETGTDPAQLSV
HTLKGILAAQDVDYAGVLEKADLVKKVQRLMDEVRPPAEGDKAPAVGEENTCKVCMDAAINCVLLECGHVGVCIDCAHKL
NECPFCREKIVRVVHTFRP*                                                            
>Amac_AMAG_13962                                                                
MNPFDHDPSPTLGAPSTPHHGAGVPADRTSPSARSRPASPDQPSARDQSPALPSRDPDGFSETASPASFRTPFSKPLARR



LNWRLDDIDGGDSDDHDPSGLFTSTLSSKASASSAWGPLASGEPSPKRPRRSRTGIRGRGWSDDEEDEDDDDDDDDVDDY
GAPKGWWDRTTTASSSRPSHTVDDGWFAHRDSSPEDTIRIPTVEELLITEEDLERAKQKLPEDEHLDAEQSIERMLGRLE
SHRLNPSSPTTAAASRSSSSSVAPLTGDADAMTDETLVAAAITLAFNHIPIVTHMTVSTATHAVHGPCLVLRDGAPVIPS
FADLVTYCIPGTRITDVRRKFPENEDPWVAFTVNEDKFLQLVPTADHAAAVDTIARTIKGIVPADAGDRVETLAVREKVP
EPAAPTVAQPSPTAGADLVALAQAMAAEIAETTAAFQASLDEIRARYAVLMATAAAGSVVDVSPAPQVPDDDVVMEEAVP
VDCTVCYAQSVELVIDPCGHRICRKCWDRLAEPKCCPWDRAPGVSVRALSVPES*                         
>Amac_AMAG_15850                                                                
MPPKTRRQVAAAAAAAAAAHDRPPAPEPARPAKRARRGKQSAQGPTPEWTPHAIDENTEQVENASVEPAAEPAPEDETPA
GLDKSSWWRFWPEFADIDLHQQRVPGGFGDGGEAAPLAGQVVDGRDNQEEEDDDDEALNAPAPARPGLERSTNDLLLFEV
PIHVDTRLPLPVDLVGVSNFLATRSEMVAEVALRRVPMLKAHRQRIDYEKNWFVCGYGPVIEEVRYYLLNVDGWSKEQLA
AVTQADFDSQLAHDPYWEKVKTLRRNEEIIHERVDKDGYAKPITPPKFEVTHVWALVLAKDAFYRHDGDWPEDPEATNND
QWSYAQGRILPLRGGVDAYYGDWYDGRAETFYRLGLVAKKSKWYKPPIGTNRWPAQQDISAPWYELCVYARLDAINAALR
RDEYVPLLAHFLGDKCAWQFELLYRQSLPLPPLYVPDTLDAPVPTDGVIPPGFRLDLRSDQQRTVAWLVHLERSNPTLHA
HWATRDTNEEQVRQFERTVLRHVPPILQLGPHGMYFNVFTRKFARDHHDWDDLHLPMRSMPVRGALDVSAMGAGKTATAL
ALVHANPFRSVRDMPFSRDCLVSRATLVVVGAALVGQWVDEAKRVLPEGAKIVSLTTIRDHKNLTWDDVLLADVVVVTRA
FLQNANYQRRVANIAGQRAYCLPRMCYAYDRDEFGWASASRAAYGWRACPNADEAGLFNHMLNEHICTLRAQGRQTFGPT
KHGIVLERVAWHRVVLDEVHEFAHVQRVAASTGGNHATNASNTRVAESLVFALQARFWVGLTGTPPLNSNAAVTALAACV
GVRGLAQTGDAAQAFLNEFVRRNEPELHVPRVHYLTEWVDLHPVELALLAAVPRGTDVRSRVMMCNHHQITDTMVRLVGP
TVESVEEVAARVQRGREVEMDGLVARGRELQEEIAAVVAKLRTAVERDPDVAEKLAAVGVTVAQAGVLLVGSTDVMDRLA
AAVALPGEPETPVVLPGVGDAVPTGAELEKLALDLIAACDDLTGLRSSLTLIAAQYRFMATVLETLVRNDTPVECPVCLD
SIKPAAPVVITHCGHVFCELCTAQIKTRGCSICRSPLTGADATLRIARGDAQEPKVDKYGTKLAALTRYIQRVTNADPTA
KLLLFCQFKRLSTLLRHALVDLGIVAVSMAGGTVTTKYNALEKFRTKADVKVLLMSADESVSGLRVTEASHVVLVHPFVG
VAESVARAMEMQGVARVVRAGQTREVTVARFVARGTVEEDVTRWRARAW*                              
>Bden_Batde5_28092                                                              
MTLLDAISLVLQMSRESARAMHDSTHASTLTANHDRVHRQMTDPSVNLHSNMSHAILHNTEMANVTEQITQLLPNESHSL
IQTRQSLQHFSHSSSTLHTISLLMSPRTKSHTCNVKRTPPTSPSVSQPLKLEQIVCSVCLLRDIDIVLIPCGHITICKVC
FSHTEFNVGCPICRSNVSDTIRFFVAGAENI                                                 
>Bden_Batde5_85764                                                              
MGLGKTVILIALFLLHQLSNTSTPTLEEVTKQAQISDLKVCNATLVVAPGAIIDQWANEIHQHAPSLRVLVYEKKSNADQ
FDSVDIVLVTSDVLRREFHAANPPPERSRRQQPKYKRRRSCLVEQLWWRVVFDEAQMVDSSISNIAAMARLIPRIHPWAV
TGTPTSKTGLLSDMHGLFCFLGLNTWIAASLNATPKPHLSSFTEQHLRLTHRHPGLVRDHLARIMHRFTKVSVASELEIP
PQHEHIINVQFDRTHQLYYDEIEEKCLQAVKNRVQSQSFIPYIDTMQKSPSVQDQTESMHLSASKHGSQSKQSDLPILML
QLRQTCCHPQIGTHNRRRLGGVLCTMEHVLTTMIRQCTSSVYTMQHKRISTSMELLHMLEYQGKFKPALDSYLILLKETR
EVVAGIRLDVDTLMTRKKLKNQERSENELALNNEDQPAKACDDNDESDLDCDFENFESSNPTQYSYTLLEDELGQLRSRL
NFWIELEHRLLYFIATSYYIIGKRIEDAAITASGELHSDKDAQSFVNNRDEESGFTRQECEELENIWYEHANKLRRTTLQ
IFELRTTQMVEKFQSGFLELPGELNQKASVLSNISKNERILYSNDQNLMLIVLSPEYFGGIVTGEIFEEITQLVAVLNKQ
WQLIEAWRSKLIELLTLPFENENLNSNSDHTDISCFQTIQSLGVNSNAKPNDGSIAAPTGNEYSIGLDIQEEANQYQYAY
IQVLSDRLTLLTAMRRDVDHKYYGTTDLQFKLFEQRKAFILKQKQQSFSELVKRLKGVSCRYDLPSIEIQLATHASLYLG
KCLDVHVACLELLRNETTKFSILGNARIVYFRELQKFHSGVVFPEKPTDMEAHCTTLEDNIRGFERSIATQNARLRYLAT
LETDNIQRTALGESLRECGICRTMFKNGVVTHCGHMFCEECNAGWIMIHLRCPMCNQSISRESIAKVTLKKQLDTPQFNQ
TILSISTVPNAFSAGSKSIAQLNIPQLAKRLNAIKVHGSYGSKFNTIIRHIKYLVSTHPQTKVILFSQWEQVLNILAAAF
QDNGIGFVKMEGSGWTQDRGKFKLKFPGQSVTTFSESGDVVAFMLNAKSHSSGLTLVCAMHVILIEPLLNRSIEQQAITR
VHRIGQQNETHVWRYIVHNTIEKQIVKLADQRMSVSNQITLSSQSRLATKSLGGGELIGETDIQDILCDRNAVNAGTS  
>Bden_Batde5_22526                                                              
MGNTLTLPSTQRSPSTETPNNTAVPGNASNHQPDNTSATIASMLQTNNTYFGPHFVFDNENQQAHPDQPLQANQAFWDEI
LNVLAGGPGAAETELAGLQNMYNQLPPAELKRTTTLQAQVAIQKNTVRLIRVPNSSSNLHTLEFLYDSIAACQICLFWNA
RESYVTNDLGQTTIRFIGPSDTPVIPWTFGPFPAGLGQKFTLPIEYALDPFSVLSKGTVSIPNSGPESPVSPLSPIHLSA
LSATAPLLNDSTPTSSGPLFESNNPIAVSTVENSVVNIDLHNDVSEIPQEGIEQFEASLVMPGALFPLCVHFEADLDRGV
HIDDSESPPPNSQTSFITFAINQQKEFQAKIIKQLLMINGASYAVQEIFGFTEPESSTSTYESPSSSKECVICMSEAKDT
IVLPCRHLCLCGGCADVLRMQGRNTTGTTNRGGPPKCPICRQGIYQAQLVNLPEPFIARDSIASRRRSKVASRASLIVAP
LDTHGGNDGTINVNMVAS                                                              
>Bden_Batde5_87017                                                              
MTTITFNSALSASTSIPSDPTSSAAMLISIADFSLSPASDTDLEHLYTRCSICFDASHDFCLKSCKDQFCRSCFQRYMTE
IVRNSWGLSVQNVTCPVCQDPLDLCEWKNYVDQETVRQYKLFNRPFRPMTRTCESCLSEVVCAPQPLIEHHHRERKIDEI
LSKIEELVADKGIVDSYGFAIISKVRTAFRTHIKGSKSEVFDIYVWFMRDVRDFLNHRPNAIHLKTRSSKLEAEERQKRL
SDISECFISLELSSEKWKELQFLHLKSFPQAMCHCCDQSICFSCGQSPYHTGQSCTDCIRDTIADGGSVDVISSLQWKLD
NSKQCPNCSVLINRDEGCNKVDCLYCGHKFCWQCLGQFDKGSCAYYRCQLVGVTDESESPKQADEKPEIGVPNMMHIQAK
WQRTSMIEI                                                                       
>Bden_Batde5_24595                                                              
MRTVSESVQQPSLLRFVLWLPTYSFTDTLSSSTSYLHTWQFQCALSLAIIFLTIRILRRVLQIQSWPIWAIVSARVLLLI
WILGLMINIVLNVGSLLNSGGGVWNILTQFGPDAPSAFESATKSSEASAALMYSANASTNPMSGLLPPVGATSEFDSDDS
PQWAKTLADSFFLDIMVYEAIVRSYIILYPHPDGLVPSYHRGSIDGDFLWAAVLYMHYAIELLPLMLLKWLHMATLLSHL



ACNMAVDNERLGKICANAPKAVHWIRRIHLGWSIAVGYGVPWLMWVPDMLVLAAAVLFNFGVGVGVAVSTHAAQINSRED
AQIAAIRTNLAGAQAMQQRSLVQATSPVLERRLLGGNLDQDEAESLYRWFLDTNQNMPTEDIDDYNDQLWLSDEGEDKTN
DGSISGELEDEDEDEKAKMNDRISADEIEQLLSDAYAGSEVLQHKDALDESYLCPGRVFTRQMRHAVLHNEPNALNKQDV
NVGAQGSQLWGHRRRSLSSGVSPTLNLTLASLKANGMQFEEDALISNPSSPTFATYKNDRGSATVVPTRSQSLTAAGAKR
FVKEAASAVRDVAMRVERFHRVLASHAPVARMVDRILSLRQRENQRRNDHGIKCVVCTTRMRDIILQPCNHLCICEDCKI
GMGQQNIGRCPVCSSQVTGTVKIFWS                                                      
>Spun_SPPG_05160                                                                
MWGYLDLAIPSLISLVSFAAYTAVSNELSYLRSAVPYTGSEDAHLLNKEYVYVEGTVGLSGQGGIRVGDIEGVLYEHRLI
RHYSTFSEVYEDWRHQTQSVGTIFKSVPFYILRNNKRVALVPKLHSLQRGVDLTVATTDFTPPNLNLGQQALEVLRGEKH
VGLETGESLLILWRKAINFDHANGNSIVEKILPVGAPVTILGQLRQTTPPSIIVPENPRLPYIITCSSFSSYLRSRATFQ
NICWAFSCISLSICFLAAGRRMWLWYIRRWRKREYKRLRQIRKQRERDERKRLEGIPGSYPQAPTEKDQCVICWEEKRDT
VLLHCGHYMLCGRCAGSCVRCPICRGPIIDRVRTYD*                                           
>Spun_SPPG_07698                                                                
MSDLFQFYARNRGVVVPDLLAASVLHNPSSQESPYSLLALLGSKFDLRRSKGLTSYLVRHPDVLEILFSTLCGMAPDVVE
IERHVMSLPAGSLGTDTKRMSFVSFLEKCETLSKSDASVESLYKRLLDLLEHADVCFVCMDRSVDIVFECGHVLCEECSL
QIFERCPFCRRNIKDPAHRMHLSDVRNASAMEIEAPVKSAPQRARQSLELRKDKSAYLVERIEALQCNTTTLDEAEKTEW
NLLVDRAPDTVKTATQSNPFRSQETKAWVCAKLILKLAPLHKGKPWTEAERQTAFEIVRNVTTPSQLHRFLAVIAGNDPT
TDAQISRSMPRKLRTLVTHIVNNIKSGADSVDFHRRDDKGFWKMLFAKVHITEKRKRKRFAKAQATATVLRTNKLSDDQR
AEAIKFKVLDTNGQRPKTSIHDLNVAIRDRDVSAIVASLSKDSGLCFRYLRLLATRLRDSIEDVEKWRAFVEKMAPQWSV
RQLIELKHIFVKCLEQSEDDNNVEIGAASNPVGESAEQTTKCRRVILTRKGSLYQEPPISDSDEAFPLYPRKDITHVALQ
CLEAQIESKLTLSDRFHGVLLEDTPTSRLGYRDRLLPRGNPPNVPQWALKQIFNRGDFIPLPLNSEILAYIYWKQKIDRV
DLDLSVFGVDEQCVAVAGDTKCDYTSLDAFGGAMQHSGDLMSAPNGASEYVRFRIRDVLQASPQTRYLVVSVFSYNKVAF
DNLDCAIVGAGVLPAGAAEHEGDVESNANLHLAESGPASSTTLGVAGLRGSSMMNLAGIIDCNPENPGMWLTGINVGGAS
NSFLSVDSNGVTVCRDVAGFLKWRATNAPPSVEWVLAHAGAAIGTVAVKKSRGKQELENMLHDMSIDETTLGDQQTGQND
AEDYFEIYHRQPTETKETFMTRVLTPGMEPDLCVNDLKEVDVTGNDGGVKRKWLDDWKVVYA*                 
>Spun_SPPG_07720                                                                
MGTIFSRSTPNLLPQSRAQSTSNPTSKSRDADVNLDFGPAFVGPLGKGLAGGWGAEDEEESSEVQQNQIDSMLGWKAKIG
QSFGDTDAGRVKCLYDQTPQKPTTTLQSHFHLRRNTLKLVRTSSNTATLSFQLDTTVPCVIRINVPAHSPYSCIPNRDTH
VKPGLDQSLSIQFGMPAESGEDVTMVLVVENDADSEDDRQTQITFLTVMHQKERREEEEGEEEGGGVAEVRVIRQDVVIN
SITYTLQEIYGLSSISQSAPQDASSMDCVICLSEPKDVVVVPCRHFCLCIGCAEAVRMQGRSSDRGVGVPRCPICRTIVQ
SLLRIKLPEIYRPNTAMSQTLSRSRSRPSTARPTIQPSSPPLPAAPLASVTAPPLEPTALTSPPPLDASQSDLQHIQELP
RRKSDIDVHIIPGAVPIEEDLDDIEMGVMNTEKGWRDCT*                                        
>Ecun_XP_955562                                                                 
MKKVKTESGNSASPKVVAQLWDMIDREDIASYQKSSIFFEMMEYRKMNEELTRRNTELIEENATLVSILGTQKENLNNSG
CSDEALKFDIGSRISSLNYEIRRLNSVIHEMEKRLARVGMFRESKDMPSDGDSAEKKHSIADDSMVTSEVYKKIIDEYGD
LRAKMAGLESKHEEELCEKDQKIAGLTRELCEITFNAQEVSKMFDALKAENEKRREILCGLGEKEMGLRREMDQCLQKLE
KVDKDIQSVMSGLDLWMKRAEQLAVEKEELSRIVENYKRCERVRNTSAGGAYEEGSLEEEIINLVESLDKSLGENKALIA
KLENMHKKNRELENEMIALRMTNADLGSKNTKLELDAKQLRMEGRGNTCRSSGDSLKIKKLEDSIAESSKLALDYKKRLH
FLFIEKEENEKILERIKRQSREARDEVSKLTKVNSQIEAENKRLNGILRAIQNGDSEGDPDLAVQLERYRGLLRCSLCDT
RFKDTAIIKCMHCFCEECVNSRIRMRDRRCPSCNESFAPCDVRKIFL                                 
>Npar_EIJ87902                                                                  
MKEECIICYDTYTTGVVTECGHRCCLKCGLRYKFISNKSGCPICLREVADEELLFRMVRSPGERFINTEESYIWANSIVC
KPEEIEEIEGLLTRSCKLCKTEFYDSETLMAHYTAKHKRYLCELCVQYRCEFPSEYIVYSLAELNTHRTEKTIGNGHPSC
GFCRERFYTPEILMKHCRKAHELCYLCERLGKKNEYYKNYKELEGHFKKAHYTCDEKMCLDARCYAFIDEIELAAHKVST
HPVKKERIRIPILSSVHAHKKTAVKEDVHKKGRKQNEPGNESSAESAPQDRNTPEVPKHLNREELLKKRNMKEKYTNMIS
RSYTSPRDVVLLTEKYDRVEIGLDEFVGQIRAILGDTKTIEFIERVSTYLMPDRTEDIKVNFPKIRRSIEFAPTPQKSPH
AKNQPQKSAGSPQEQKKEESPNGHTINPQKNPLECAYTTAHKKDLNPPKQKPALKVSWSSAHTISGWSNKPGAATKPTPI
SKIEIKLPTAIKKDSSKAPNDKETAPTRRHRVFEIK                                            
>Ttra_AMSG_00048                                                                
MSRRGRRRTGKEDDERDNGGGGGGGAAAAVFALGALVGAAGLYVFNSWFGKEEDKGKGKGKKGGDGGQGPSSGVCLEGAG
AGGVFPQVSHGHGAKGAPPLARAPPASDEGADRGMCTVCWEADAVVLIEPCHHLCLCEDDAAVIVASGAPCPMCRGPIAN
TVRVFPT*                                                                        
>Ttra_AMSG_00535                                                                
MANGKPERQIELAGLQPAPPPGPPTRARSRSGARTVANRQTDEVTDQPVKLGRVLDTSPNTKKRRRRKICRGPIKQTSFE
HTALDLGALNALAKLPPIGGDGGEGASSERAEAGDGDGCRACGSATANAMFVPCEHVLLCATCAAAIEPAFCVACWTRVD
GHKATFVT*                                                                       
>Ttra_AMSG_01238                                                                
MPRTKVFSHIVPIKNRIFRLVCYPHGNTCENYVAVFLESVEDQSLPNDWMVSLDVKISVRHPVHRVQRGFSHTYVKDSGD
WGFNKFLPREKLEKVLLNGTLILEAFLHEKPGELSAAIKSRERLGTRGGVVRDPVRSVRLPLPPQRFTVVTDHDLFAHVG
PGLCNLPTAIQLQARKPIKTVQALIDMLVHDLGLEAPPVRIWEWCMGAHGTIRPMRQVTATMLDSRLRYGTKLDIYLEFG
DVSEPATLPDTHAVLYLKFYDPEREEMRYCGHVVAKRTSSVAELEAKVRDVEGLPAHAQLKGWKELGPESLTSIESLSTM
ATAGLESGAVVVYQLADVPPTVARPSAVEYARFMASIMVTTFAPMESGEIGVQATLRFHMRTCIADAAACLGAHLGVAPE



CIVLFKADGGTRLASEMVLETVSGGKSIATLRYAISTTPVSPAAFHRSVRVEVMRLDASCEASLDVDVDSSSQVACVISE
VRATLAARDMAPVGFDRELRLVELDVGRKIARVLHPSDPLALLSRQAKIIVEPVPEGEFYPAPPARPLVFVHAIAGSTTT
FGMPFVVVIGDGERMSELAERIKLRFGLSDADFSGWTFFKVANGARVALRASERIAPHRWSKYAWIMVEHANEAGIEFDV
HNELAPMHESAQSLAAVPMAIATDANSDSGSNTDHICVICLDKPHTVVLLPCRHKAMCTACAVEVSRCPMCRAPFTPSDT
LDVFDA*                                                                         
>Ttra_AMSG_01360                                                                
MDDAQCIMCVEDISTYGLGPCNHRNICAKCTLRMCQFYGRTSCPLCNTSFETIVVTTDAQVTYDACLHDRRYVGDDELKM
NVRYESSQLRTQFKKMWQLYCPVGGCSASMGKSNQPFPHVRSLRKHLSSKHGAFLCMVCESSGKTFKCDLETFESKAALQ
RHRKTHPMCEFCNEHYLDDEELFAHLSEQHEVCNLCDEAHQYFESPATLAEHYSSAHHPCPRGCNAGLCAFRSKEGLQEH
MLRAHASEMSRAERARLRQLDQIEFTFADSGAERVSAETADSRRSLGGGRGAFRGRLRGEPTNQVNVSSPSSFPPLRSST
TGNDNSSSGAGRGSSARVPSGRGAPPPSSASRAERQRQRLIAEREEREARNRAAAARDEQRRLKEQAKRDRAVEAEAVRQ
AAAAQSAAAARRAAPAATRVSREDYRARNKQMVARLKAALGGNTTKFKAFKLASKEYRNSDIDVDDYYGRFVSLFGTANA
NAVLPDLIATLPNPAKRQELANYHDSVLAASAATNQSTGSSSSWLARTAGGGGGVAAAAADRHLLPIRNSRLSRRQLRHP
LLRRGLRATAVAGAAWQQDPAAAAMAGGARFSCGMDDVWYDLNRPWSQPAACRISKVGG*                    
>Ttra_AMSG_02388                                                                
MGNAQSGNTVVVNEGPPAAGGNNANNANNANNQPAGPPAAAPAGATEAETDAITNANTIANSGAGDAAPAGGAVVRPQET
YTTTISCQFTVKKETFVFKPVDDGAQGGSGGKVLDEEAGQVRGKPSSGAASGAARVNAAATAQGFSTAGFGGMSVEEYNR
RAGKEVATGSDSSLTEGESEQEEQADDADGGEAGAPASAPAGSGSDAAEPDRRPYSLSFQFDASVDTVVSVYYMARPTTE
RTPGTFDDLFETIGSVTVPKLEFSAGMDVQYAVPAGHEFVPAAYDEAELVKTSAMVAYPVVVVAETAPMAVHQGVQHQVM
TTYCTLTATGGRYAIRVLKQIVQIADCYYLLHDIFGVVNDDDDESNECVVCITDPRDTAVLPCRHLCLCAPCAKQLRQRS
NRCPICRVPFQSLLQFKLSKLPSEDSDSDPDSDIGHRHSGEPFDSDGDGEGGVVLNDLTANPQTVPV*            
>Ttra_AMSG_02587                                                                
MAADAAEHVVPGLWLPRAGGSVEHLTINKTDVHDPAALGGPTCATCAARPQVDGVHWWRGAESSAWLCWACARSTGRLGL
VTNSRNAAGGGHTLTLVQLDLLGVYPDETRWTCDECRRVATLAPVRGRERDMGLHALAPVAGADYDICFACTSATIIAGA
PLRSWLHEHPLELLANPREVYPGFAGVWHCDGCGSVQRSQTLPMMACRHADCEFDLCPACAVGSVAAAEDEANSRQAAGH
DHRLVRSRVAEVYPSQMWACDGCGASSGAWLWHCGLGCDYDLCSGCMLARTERRLALSGPMVELGAHDHPLVATDPDVVY
AAHGGRWRCDGVCGRSLTATDGAMWHCTRGCSYDVCETCLAVASPPVCRTSGLCVLCRFRAADAVIVPCGDALTCRHCAE
AQMKRVPGTCPICLASASAVVTAVRSLACLVCFADTPGHQVFAFSARCKHVLCVECAEHMVRDALADRALIPLRCPVMDG
SQRCTGVMQPQDVGALALRTLITPDEVEAFETAHTTAALPAAVRAYCPFSECSGLVFVDAEDAECATAAEAMRSVTCPYC
ARPFCWACRSAWHPGADCNAAAGASAATRELIALSSRPCIDCGAAIAHARGHACHHMTCPCGGEMCFVCGGRWPCRQGCP
MYCTNAQSADA*                                                                    
>Ttra_AMSG_02805                                                                
MAAATEADEHAFQLDRFLRYTFRLPLATAPDRLSLANLSAHLGARLAAADSADEDDLDDVFEYARMGMPDPGASAPSSSS
TSSSKPNASQSDAAAALAAAAAATESHAHTLGGLHVPGLDLQTLARDGAVLVDRICPRRDEARGKLGGSIAGLMVTLGDT
SCKLEEVLGGFRIESAINFASVVGTTAVFASKWMYEVVLETEGVMQIGWATMGCKFTTEEGVGDSPDSYAYDGSRVRKWN
CASYEYGERWKAGDVIGVAIDLDDGTISFYRNGLDLGVAFTDVAFAAPGMAYFPSVSLSRHERVWVNLGASPFRFAVPGY
APLSQPPPPLATAQSAYLCGALKRAVPYFASGNLASPLSAASADNSATFAAIEQMVVGTRIFQSLVPLLASPYLVGSHFL
PLLLYLNSRPERNLIASLVACMERVCESHELTAIAGRVMERLGHLAASTAISPRCSSGPLVIVRLANALVAQPAWRRSWL
QTQSFSNSLEFLFALKHPSEEELAVLLPHVWWERAGSHLSNAGFDASAVFSAEKHASAVAELGGALGSIERAQHALLSLL
LEVEPEATTSWLAELVYRNRGVSRNLKPMGLSMRSALINIFFALADIVFPDGPQSAAAAAASFPLHYFVRDDANDAHGMI
VPDVDRVSGMISHLRKAVPAPDDECDADVAASLGIRSALLLDALVLLYVDGLALQAKASLIETQELRQALLDLDDKLALR
LARSLGASPSRLFHAIEAAARKVSWSSLVVHTKAKSVAIFAFHHFLASLLERASPAAIAVAHNAAAAKDDEPGSGWPPPS
WELAYLPALYLDAAVDAFHLLRRAIEPYPLVETGHQCLVFLQWTVAHFSDRRIHNPDLRDLLLQSLSLLLQYEEFVELLE
SDLFTASYLVPRLLAAYDDRFWVTVTITTMLLRIFKGTGFGSRALRKRGKRSTPRYRLPDPQANVASPLFQAAFVASYLN
APDLLSLFVNTAFNSLNWSLTELSVALDQHLALRAAGELHSSTRKLGVMFALAVNLLRVLEFTASYLPQLFAEEACGEVA
PPAGLAPPEVNMMRMIEVVAVVLAQYTTGPDARLFADVQMQLERPGAEPIMPQTDMLKAVAGILVALDRPMVAAGNTRGV
VDALLLSASFEVGSLEFVTDALAAAPDVDALADLTSRVTAAAGSRSQLLAGASVSRSPSGDVCTICYASLINATFEPCKH
RACYGCMTRQLLNVHRCFFCNADVATVVRDGSASTPQDTEVVVLAHSASSEIL*                          
>Ttra_AMSG_03102                                                                
MAADPTQASFGRLENLYSLSKFIAFRRTTLARDDNPLERRPITEADPLPEGWEVRYSDHGKPFFICHSTRSTTYADPRPL
PRYIGMRIVSASGLRKMDTFRKGDPYCLVRICSPATAAVDPARLDKRDRLQVFAKTATCKNSQTPEWDETFYFAINSPND
FVEIYMYDWERGRTDLLMGYIAIPAVEVYAHTMALDSQFPIWALRRELGPPPDGGGVFKASVAPQGALSLEFAMVGPSFA
DDAAAASPADAARAAAAVAAAAARKARPTCVLCLDAPANALNYPCGHAFLCMTCARTFRDDNGEICNNCREPAQLTAIVT
ELTCSVCFVDYDASELLGLGECGHLMCVNCSIAIVRVALGDVNEQFPLQCPCIDGETRCPSVVAAESVHNLLRLSTRVLP
HGEALSRDEYDKFIRFNDIAAIPLAQRTYCINPACGGLLVLDNGCETDPTTRMECLYCDASWCYGCSVDHPDMTCAEWAA
AAHGTDDATRDYIESTSKLCPSPGCGMRWVHYRGHRCHHLNPGRGCPGCGWEGCVACLGPWPCRSCSTYCDANCDCPPCP
DCVPNVSHCNLCSGDWRCNNAIREPAAAGASA*                                               
>Ttra_AMSG_04025                                                                
MGNSSSSTAEVFTSKASAKHIHTSPLGLFTTYKEKDGIFLAGKLFILWAADDRIVAPSLSPKDERPLFGMLILLEAAASP
AMSLEAARRIVDVAGRSMPGPDVPLHILIEAELYDVLAAVMTHRHAPHMYWSDDAPEIVTVSDGMGASSSSQAKKRSKKE
LKGKKKQAKKGRVGYIDLKLDREDSRNMLPLQLAVMREAVPALDALLAGGANISAANSTGETALHMAASTRRVVSMVSLL
LDRGASLESRNAVGNTPLMCALETGNASAGRLIFEAGGPALLASTNSIGLRPLHVAALSGSVDVLNMVLDAGCDPNAPAT



GECEGLTPLQVMVAPSMYMGGSSSFSLSVARQLLARGAEVAIVAGEASSKGIVPTVEGDTLAHLAVRVSNLPALRWLLVD
YPGLFTMVNSLAQVPLHAAVEGGRTDAVWVLCAIPLDQDVGLHVVDANGNTPGAIALARDDMRMMYHIQTRHIALLDAQL
SELRVTSLVSHTPVAPSVPAASSASASASPSAPSLSLVALHADRDHALVRVSALERELAAAQAELEALRSDAAAARGASS
ALALDAMSEEQARALTCCICLDDMVGMAFVPCGHVCCCIECAATVSDCPMCRTGISSRLQVYLN*               
>Ttra_AMSG_04262                                                                
MDGLRRLVAGAVTGEVHDLLVAAVLAQLEKALILPARLMELSAPLLEASNESAKAFAEALLHVPAETCSRLAACAGSSDA
PDGESLPVLRPAGAHQAAVLAQIVAWHKVLERECHPSAGRDYVPHLLAVARGVCHQVVHYAQAHGIEHGRVYAGCDPAAL
ASACPSSDPFEEFFPSEVAIDRLTAAATSWLSWMPLAVEPGAGPLFLQVLQIIDLHSAELAEVAPITREQSFLSLATSSP
SALVALVAEDPATAPELESPADAAVRAVAELGATVPALLAEAGIDPSTFTRGNADEPLYLLAISNGDESTCVLLDEQLND
LVTSGELAEGCIIQVHSGCIIADVERAHPWYECDKCYGWRQLDWDTVAALDGVAFECAQAPDIRGQSQAASAPPAVAVSC
ATPLVVNRMVLEDLGLQVDETLATQGASIVLTALSPVSPGTETILGAPTACEELIDAQVAKWRGRGFNVPSIVFHRPVTY
CTQEPASSASRDQARLPSEDVYPFETYKEELELAHPNFATGDLYRDRMRGDPGVVRVNIRFNLKALSSASGSHKKRMEEA
VNMYLQPRPYSLPGATAPMARLFSLVANDLDVRSSSIRFVYRSSRIRAADTAVSINFLSGDTITAQLNVVPPVVNAMASK
LSPEDEAAAEARRAKLLEDLLAAEAAGHEDRAKKNNGKGKRNKGKKRKGRTSDAAKAKAKAAAEAKAAAAKAAAEAQAAA
EAKMKAEIEAEFAAAAAAARKAAAAAKVVAEAQAAAEVQAAAEAQAAAEAQAAAEAQAAADARAAAEAQEAAQAQAAAAK
AKSTRTATGDDAQAFAAEAQKLRTELQARIELAASKEVYVNELERANVALRTELAWYRKAYLCSVCGRAPRSAVALPCTH
MSTCYGCLSTALQLHEQLPQAPGMPPAKGVLCSVCASPIESCLEVLQPLPTSLM*                         
>Ttra_AMSG_05232                                                                
MAARRHGRPVYCTYDDSNGGRVKARQEWRDCLTCAASASTRWFRVCAVCATACHPDHQLGPVHASRIVCDCATHPACIMR
IENAKSGGAVWSMAPPAATAAGQMSSSIRTESQSSAAPPHPSLSAARTAGLARGHSPDVVDLVIAALAAAGSGEVETEAV
LAQLASLADASTPSAAGECGAGSDDDNECVICMDASRELAVVPCGHRCLCRGCGAPGLCPDL*                 
>Ttra_AMSG_05785                                                                
MLSGLAFQEQDLDCFGIGSFEETFITEEDLERARRKHAENTAAPTLDELVASLGRFATAAGGGGDGGVVVLVPAPVVLCL
DGTPIGLAGEVRLEAGERLVWDGVRVARADVDESAEGEDENAQAEANSEAAGAPPPSSDGLSRSRGSSKEAQPLAFCFPL
AQVGDVRVKDVEQVDASAWRALHVTVAGAQHVQFVVPSSGPGAVARSVLDAAQTTVLAAQPEVEPVAEPQSQQEATSPQA
TAGQAFSLSITTLSSASGKGSKIIEKQNGLLAKSRKLLGEKHATAVARAEAVRDAAIAAAHAAYAAAVERAEESTEAQWE
AEVAKATKLVRVFARDAEVSVTQPPGAESAERAERAEEEGSDGLPECAICYTSRVDTVLLPCRHEMCGECVARLPQPLTC
PWDRASVVATEPRT*                                                                 
>Ttra_AMSG_06724                                                                
MFDPGADRVGLEGFVTSDGEVVPGRLAGRSPGTFIWRLSRQNGGLALSYPDGSVRICIDKASPRGFSSIEDIVALWPHVY
TVSLLELEAAEQAGTAGAGALLYTAHGLDAPESPAHSQTQASATAPDDVSRYKMVRQSVESSSCFDGSATREEIEARLAH
HAAGTYVVRYSSSVPGDYTISLANSNGTITHSRLSCLASGFLLYDGHRYQSLAEFLSSKTEAGVLSQSLMTLERTEASFG
SGLTAAGLHTTPTRSVCEPVLPHVASPIASPVASLRTSFASAILRASDESDGGSPAAPVPSGRITPPHVAPTPSFMAPLP
NPASLPPLTVPPASFVDVRPDGRPLGSPSIAPTAQAPAPSIPAPAKAAAKMPAPIAADEDANLCVVCMDNRIDVILLECG
HVCACSECADSLDECPMCRANIVRAVKMFFAH*                                               
>Ttra_AMSG_06995                                                                
MVSFHTLRTCGHTTFMLFFTIFVVVAYIRVVYDGLAWAGVVLPLFLGLAVESATLGHTIAQLWPFFRVAIRVRTGLLAAM
FVRFQAFVWVAAVTLAVGMLAIVVSVESMHPAWAMAPMYLQSCTALFLYLWIKRETNDRISVVRTHGVLHLFSLALTLLL
TFKTTSAPYLSWWIVFSPLWLLLASAVVILISLMFYVFMVPISRWQRLYFLSLYCLLIVTVVVPCTVCLVIFTTGLDAGL
DPGYQTAFAVAFFELVVLWIAFAVLVRSQRRARRARQHEIEEAQAALARALAARLESAPSAPDAGGSGSSLVASTTTPGA
PALESITRTPQSRNRIGPPPLPEIAIYESDNEFEAATNETCVICFDDMANTILQDCGHNQFCIACARQVRKCPLCRAPIV
GIVHRLPESARDAPSRQALAAFEMHLRYEHQLQRLAHENGSAPTRTPLPRIRRRIGPLGSDSIAREGHVPAMAARHAAVS
TDESPVSSTHVRSTSLTASDRTSVTVAGSGRRTTRIDEEAPHPRAVTPRPIFSQSYMASLAERSRTPDGDALARFLAYMP
MAAGLLPDSGHDDDVSATPSEPQLFSLVGAIPRRTRSRSSARSSRRSSLQTPNLVRIESAETSELASAIASALADADPDH
AASLADRNRSSASPSPSCRPIRLAR*                                                      
>Ttra_AMSG_07823                                                                
MLPAQAVLSSSDTSARTCVSESSADTIESAPAVLVASPVGTPRGAEGPAGAGDGRGEVVRMADTDIEWLETVRTGLLPLR
PRPQGSFAAAVASEMRHGVGRAGLVAVVAASTAGIIELLLSFASVVIDGASLLNVALFSLISLGVVFGVNSLWTSLGHRS
LVRIRAAVVIFLFLFALWLWRFLMSWRFQVVECDKVQRDERTGDKAHSDADVTFCTTAYGSFVIVCSILTTICSLVVMSS
LEVFRSRLLALIHLEQAILFGASIENIDLSFARTEEMRRQIVRAITMARSQVAPMVLQRAPLLQLSTDDDDEGYLQGADA
EAVPTPTPAPECIVCFDAQQNTVLLDCGHSATCLDCARQVSLCPLCRAPILGMVVRPAVMAADELSSDSGSGAASRSPPP
VTQLAALPCRVCSACARRESINLPCGHRTYCHACAADVRNQIQHGAARQCPRPSCGRDLARIVDLYD*            
>Ttra_AMSG_08314                                                                
MGSNSSVPSRRAGDWDCAACSGHNFGSRSVCRDCGAAKPAPASARVSVGATSAAPPRRAGDWDCAACSGHNFGSRSVCRD
CGAAKPAPASARVSVGATSAAPPRRAGDWDCAACSGHNFGSRSVCRDCGAAKPAPASARVSVGATSAAPPRRAGDWDCAA
CSGHNFGSRSVCRDCGAAKPAPASARVSVGATSAAPPRRAGDWDCAACSGHNFGSRSVCRDCGAAKPSPVATVANWTCTK
CTTSNFAVPCSHHNFSYRIACRACSLVRGHAPVSASSTSPLPSSSGLPHDDVDDDEDESCVVCMDAPRTAVLSVCGHLAL
CLECAQPLSSCPICRASFSPDQVIKIYWTGGSRTRARKQQQQLSQLKAFFADPTGESDPSDASHPPAVPSSGEHESQGAR
LAAMIQTFHTTHGTTTHVPSKSRDLMALEYSAPVVNRHRVTPGGPHLADDDGSDNEVENGSIKFIDEGIDRTSEVYAAPS
SVSPVSGSGAALTPIPVGAVGTPQQRGAKRSRRGSNREAVELGQVDQRDPLAAVLSVRASSVADLVRESGARASMGSPNS
DENVDELGAVARLPPPLR*                                                             
>Ttra_AMSG_09528                                                                



MLASPVSGMMRLSVRSHELIQTLTLLTVVYLGIHAGFVIGYHESTSATVSSLLSIAGILAIAMCALVYARSSIRRATEPR
LKIVLFIGVIGMIYVALSLFFLVRTWFASCDSKSGTTKDASDADANESNNSSHSSSSHQTLEPFACDPMFTWSSVTLLSV
LFVAGCVTLAVVHRLRVALVTYHVAFFVAPPSLLDAHGRPNSPPNAAPPCVYASGSDDGSASSCESASAKRSSASDAGDD
LCVICFDAPRSAILVPCGHAGVCPACSQRMALVSSARCPLCRSPVDAVVGIVAATAPAPSSRTSYGTVPTRAGGEDDSRT
SADAPTSRRPAGRPIAISALLARRCTLCSASHRAALSLPCGHVTTCHGCAATQETCTRCGAQVERTLGVYDV*       
>Ttra_AMSG_10489                                                                
MGNQGSTAYSDALMRAEGSDDLVPPRAMSSSSSSSGAAGAAGAAGGGGGGGGGGGEGGRYGHGGGYGEGGHDMASSVEGD
AAMHGSDTVGMGNASAVPVNNVNGNNNNSNNNNNNNNNNVALAGDGQHAAARSPWDVQTRLVTGSGLYFGGHYVPGRGMA
QPSARETGPRPHVQETVSIDAGVYINKESLAVSEDSTSGLYTLSFDFDAAVEGTMEVYLAASEELAGNSPLPVIVHAVVG
SVAARPAPTPVAFGPGLGQSFELPTTDGLDLAAYEELAPVADADGAGDVDDHAAADADVETGDSPAIVSVLAQLPESASS
SQSDDARPRIFPLVVVVRTSGGADAVPAGGTGEAESLPVPAAPQVQILYASLRRSSSGAYSVRTLRQKLVVGNDEVYLLQ
DVFGLDAEEEDGTTECVVCMSDPRDTLVLPCRHMCLCGECAEELRVRSSRCPICRTHFTSLLSISDPSKPAAASDGSEAE
PDNGGDDGGDDSLASDDDLLAAAPVSDTDGEAGQPLIELS*                                       
>Ttra_AMSG_11713                                                                
MPVSFKRYRLADEPYFAHLAAVNASINYLPSLAAPVIPDLAYLRVLRLDNNAIDSMQPLDGRFPLLETLSLAGNAIPRIT
GLASAVSLTSLDLTANELTVLDSLKGCTALKTLKVAGNAITDAQHVVFLPSLTSLDVADNQLADLGATASALRGCASLVE
LSAGGNPLAATASYKAVCLESAALERLDGHVVTPLFRERMSNVAAESRLSDLVADTTDAYLQRIEEARETKASKLRLLKA
RTLEIESHFDAYQTHLESEMHSLTRYVHDVLASGGRTDVDLDEMRAVLAVTEAARWKEVLGMLQNDADAWEAEVARAKAA
TSHTDKLRTLAKDDPRAWRELKERERELVAREDAIAAREHAAAESAQTSAAAAAERRRAQAEFSAARGSAFQVHRTLDAA
HRPHHAALGADRTRTIAPPTHSGPPDEAAVEAAAASRIQGQWRASRASHDLIDRASPSRRSSSRRASSSRRSSSSRTSSR
TSSRRLSRTSSRGARSTGPGPPPAIAGSVQSARLLHAARQRDALAVRKVIGELSNSSEVPSIINQHTDTGWTALHHAAYN
NDVESIALLLEAGAQLEARDRIGATPLYVACLSGHTEAAAVLVDANAEIDTRKDEGWTPLLAACHYGFAAVVGLLLEAGA
NPDAQTPLGSTPTFLAAQENHIVVLSLLVGVGASVNLLNNDGVSPLVVAASKGHSQVVVLLLDGGADPNVGHKNGWSALL
LAAHKGHLSIVQDLVACGADVDACNSSGASALYVATQNGAADIVAAIITAGADPNIPKSDGWYPLLIAAHKGAAQVTEEL
LSHPDIDVHVTNTAAATSLYLAAQSGSIEVVRMLLAAGANPNSAKDDGWTPLMIAVHRRHLKVARVLIGSGAEVNQRNAN
GATALYVAAQLGFLAAVNLLLEAQASPLAAKAVDGWTALHVATTGGFEDVVAALLAAGANPHAAAHDGETPLHIAAISPS
PAMQRLFLTYTTVPELPHSAPLPTRSRSRSKAKAKSKAKSRPKSKSKLRSKSRSKSKTKTKAKARMSGSPSSGSRERHDF
ASLSSSEVSFDEAGSLVSPQQVRSGSSSPLGAPPPPSSSTPESRGERYSLQPPPVPDFLPGSSPGAYATSQPTTKSWECV
NCTFVNAYVSSCEVCGTPQGGGLIPSDILQQNKALVSAPPSHSRSRGGARARAADASSSADDACSQASDDDGNTCLVCWD
GPKTAAFVHGDTGHLSACMMCAQQVLRRKDVCPVCREPIERVVEIFKV*                               
>Ttra_AMSG_11938                                                                
MGQSASKDTQQYREGYPGLQDDPSEKSNAEFYLNLRASEPSGDTIENIHKQWWGNYELLERHHGYIQWLFPIREQGLNHR
AHRLHLHEIATIKADPVALARLITSYKMMLDFYGMVLLDESTGAIGRKDDNYRARYAHLNSSYHNYLRITRILKSLGEFG
FEHYKAPFVRHVMTEIFVHKNLIRARDSCINYWAPVIRDDAARDALEGELAAFVKSQPVARYDPYARYRAAAAAYAASHP
SDDDSDDDDENGNGGQAELEDDSYEWSSTEGIDDEAPAELLDALTARISAKLEARLSMSHAPSPSRVDAAASGDRVARLA
ATSVIEQLSAACVVCMEVYSMTTEALRPVLLVPCGHTPFCHGCFLAFSKRSAQHVCPLCRAPISSQTPNVVLGQMMDALK
TAEPATVTSSASLAGDSAANSLPDPASCAAEEAHLAALLEPTGASVGRHDLALAARYLKDLRSNSLRLDVLAAEASQAHA
DHRHFVAKASAGELVAHHLADERGALSARIDALLAERAALDAQIASHSSKLTAIAREAQLAADEAALLDETIAGVKRQTA
KARLLLDGLLPPGIAAAATSGDYILQ*                                                     
>Ttra_AMSG_12082                                                                
MASRKSGRARPIMESLRAQPGLAGVRLEGLAERVTRMAARMVRKNGALTTGFEHEFNYTMHVAELSSFLREAGPGDDGLS
SENLYKNRYANIIPFDANRLRLNQLAPSVDPPASGPLLPAEPDPDAPLTPDAVEATSPSVLPVMVGVAAVSEATDYVNAS
KVSGIGRDARDAYIVAQAPLPWTMEAYWSAIWQEGISHIVMLTDFVESSVIKADKYWPPPRSAAAAAAAPGTALGPGALT
AGPFRIATASYEVDSEAGAEIRVLLLTRVDGRPGVEAETRTIKHFHFRAWPDHGVPEDSAKFLVLIQQVWASRGMSGTPA
AATSDGSSSHSALDDDSNDDESASITEDEAPLLVHCSAGVGRTGVFVVVDAILRHVHAEIEAGTPAQDITVSIPLTVLEL
RKQRRYFVQTPQQYELCYTAVLNYITNLLDDEGTSSPANSYCGLPQFHARVPRGAILRIVAEDPKGRGYVRCQAPDGQLG
WIPSSILLEDSEHKFTAAAAAAATPATPPTSGEDLVEDSDLRALQLHMAELDMAGLPPPSSSASAPTGASPHAVICPQAD
LISHDSPVASVLIECSYCAAECCVACLETHERSLKKRARAGAQAAPRPTLSPASLAVPDITGDEVDDLLSPTASGRMAQR
LACVMCFERPRNAAFVHGAQAHFACCMTCAEAVMSQSGQCCICSVEIDLVVQVYTS*                       
>Ddis_XP_646457                                                                 
MFSRVKYINILISSIILFIVFNFVECSNKLKEDNNNNFNNNYSNEYYSNKQLNFKKPIKQNNQSDGLHLSENDRTYSFDS
NYCLNEFILDKIENDLTLFQNTIYKINFNKTFDIFVNLCLINKTTTPCKTDESVCMVNSNTGLEIENLGYFNTLEYANNN
ALGVDFSFVGGQCLNFGHGGFGSDSSGDSIYYKTNISLICGSNDNETMISFLNPCHLSIIIKTTNNCVVSSQSINSVLKI
FVILFAVIIAFAFIIGLSVLCREKLKKICCCFGQNRNSLNNLNQNNININDDSLNNIQQPNENTHLLNNNNNNGISLINN
NNNNSQNNNNNNNNNNNNNNNNNNNNNNNNNNNSNSNSGNVFNHNVLQGETPESDCCTICFDSKINAVLLKCGHCAVCLQ
CTRKISICPICRQKIDSVVQMYQV                                                        
>Ddis_XP_638138                                                                 
MDYLYKKIFNFDILNRLDIDLNLYTKDKDNNNNNNNNNNNNNNNNNNNNNNNNNNNYNDNYNDNDNDNDNNNNKNNNGNN
ITIQLAGDSVKVFKAFIAYLEKQYPIKEIYDVPKTILFPEMSKLGVFTSTMRPISSGKWMYDLIPSRTNGLNFGWAICKT
KEKPFPKLLPKSYTVVKLCVKKLSIPRPDGIIFTCTIDATNKYKPKISFFSNGKEISREEITINIKDIDNDDDDNNNNSS
SNNETITNGEETKNDEPTIFYIPYIVLESSVAQPNFGGRPLAFKIKGFKPIVEENLENSNRVQYLVSVFLRVISSKEILS
IYGSGYRDILSWLTPILVSNLTLYTVESILVSSFYQHFNLVDDIIEALNLNLTESLFISLMKQIFSTITIHCRPTPNSST



KPLKLFFRFLQNNVTLQYFLLDHNNILILDYIFSRESVLVSEDNFSREVRTTSDFDNNIERISIQKEILKFCLTSKGHPL
FDNDLYDLLKSWLVRIVNLELNHEKSKASGKPNEEYPFTFLFGLFNMLAEYLEPFLLDEKQVDRIPMSYLVAKEFDSPNR
QRLGGVLSHLLKTSNFKSSSSLIDSSTAAAAATDQTIDNKTLSLLEILINLFDISICKQFEKIDSHATTLLHYFFMGLTH
ERLMKALSFEGLRFRSLKKEISEEMISTDNIWLMFRFLVRFLNRVYLHPNKDYFNYIYDHFFSTTISVFSYFSVSDLSLL
TNPSNLRTTITFISLLFRANNHIVDRTVSQKVLLAIAELLKKKNFLALVHNLPSFQPMVKDLFINLGTWDLTIFTILFDA
SLPPFLNYIEDLFQDHGIYLLKLLKSLFAQIPQNKKLIHLLTYLSKKMAHSILEDETFLMITGQFYLYIFEKISLVSDGG
KMKFVKLFYKLLPSIYYFSQYKPKSKLSFAKSIKKIELDEILKVLDELPLNGSNYQLPKEKKKSQQQQRIHQQRQRHQQQ
QLQQQQQQQQQLLERNEHVDEHVDENENEILNLLNEDDDDNNDDISDSFRELMITLLENLDNDDPSSSSLRLPSSSSSSS
SSSSSSSSSSSSSSLSNNKNIVESDKVLNPIVRERLIEFFKSINRLNDEEEKENKNKIITTDEEEQMCTICYSSTEDTEF
LPCNHRSCHHCIILHLLTKNTCFFCREKINKFYYIDGSNDENNNNNNNNNNNNEELDQINPNLTIEQQEIEQQKSIDLQL
SQQLKLHRNRLQNS                                                                  
>Ddis_XP_629590                                                                 
MGNTVVKKASNINEFKQDVFKINSLINNRNKKATDTNIYITLSVDIPDNEIVTETILWKLLVNVSILVFNKKNDGNYKNE
EPILNSKLTFGEFYSFLNNIQLYFEKEDSKNKNNSTTIATTTTTAEEKFKIEEEEDNLCPICFDKEATFVVSSDCFHAFC
PECAEDWKSRSNLCPLCRRENNNSNKLDFILIEDIQNEPLLDFISNILIQIKK                           
>Ddis_XP_646774                                                                 
MDPLEEDFAFKYFTKGAPIKVESVLNFDLKEHLKSPYLWTTIVAGLGLAYYFLTSDDEIGIGPAGAFENNNAENGVDNFN
QYNYINQDVIPPPQQQQQQQQQQQQQQNNHIHHNHNHSHNNNNHHNHVQQTTTTTTTTTTTSSSFLPITPPPPSNVQHVK
LKNKNGEPLPLEEQNLLLLRENSNLRGENRDLRVWVGNQINNINDRMEKMQTDLEREKFCHICEENEKQVCWRECGHRLC
ARCATLIKKTSHPQCSICRKLVSDFYLAWNT                                                 
>Ddis_XP_646616                                                                 
MYKAYHPPASEIRNKHVDSAQRLGVFKQNQRQHVAVVSFDTNILSSKLFKEKEAYATLKLSDVTTVDTKYHNKKLVGWVV
EIPFMISAVHIILRLDREGNECVRLSVYGLNNSNPISYFPLNAKVTVYAPYFKRRTDGSCGFRVDDINELEVELDKSEEY
KSKGNDYYGKKEYAKAIEYYTKSIQEDKDNYLVYCNRSTAYYNIGQYDNSYYDGKRAIELNSQFYKGYFRVSKALYSLKR
YMESYDFICKALLLDQDNTHEIKKIFDDLLVLLKKELKNENPLKVLPPPFPILTEIPIKSQQPIQSQQFENPFTNKEKIN
NNNNNNNNNNNNNNNNNNNNKNKNKNNNNNGKLELEKELKELEKEINAIGTKPNSKNKQQKKKQSKKQQPTTSSSKGEVK
ENEQLIRGFRVIQNGGKMGGRFQSEGTVFGDSILIWGGKNDGIKESILNRFYVGLDIYSPIIYNTRKDFYYELDFKIKSR
INHSIVRVGEKIYIIGGESTPNNNNNNNNNNNSKVQLNESSYPTVCIDVSDSVNGPKIIKLNEIDRPNSLRSSVSTVVNN
LIWVLDSSSSVGCDFYIFDPKSNKWSSNLLSNQQLQQQQQEQQPPPPPPPPPIRKHTFLATIKQRYILMYGGSNGLTTFK
DMALFDTIHREWIMVQQKGSIPPITIHNTTNSFNCCSYVNDNDVEYLIFLDDNHGLWILNTSTLVWRQLYYIVPTPLPEL
TGFLQIIVEDHLYIIGGLGSNIDYGNQTSDDIFCFPIGEVINSLNEELPPIESNAFGEITMPLWSCFTCGRLQSTTTAAT
TTAATTTNKCSSNCKSSVLYCSSKCKLKGLPKHNCNVIGNEKNNDFKSKAIVDLEKKLELLELNKKVSEDEIKFLELKKK
VSQDEIKLLEVLKSNNNINNNNNNSNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNINNKEEEEEEEEEEEEEEEEEEE
EEENKNDYRIQNSFYKWIGSLNSFYKWIGSLNSFFINNNNNNNNNNINNINNSNKNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNINNNNNNNNSNNNNSNQNNNSQTIEEIELIIKSEKEKLKRFESQIKTTKNEIDNIDQDKICPICFEDEKDHV
LNCGHRFCKNCVVDNKLISCPLCKKEISSDFCVF                                              
>Ddis_XP_646206                                                                 
MGSALSVNSDTNRLNNIIRSLNEANNNGGGTIDLEAGEGTGANPGDGIQLSSIIPQIYTTNTIKSVVNVHKESIKFHRLD
TENIEIELMNNKNEEQLNNNNNNNNNNNSINNNGDSGSSGDENSATALSPTTTDTTTTTTTTTTTTTTTTTTTTTAKRST
GEYDLTFTFDSEEPCIVDIYFVCSEDENKINDRISSKLHLGPFEFPSGLDQPFVLSSFDTSVSLGDFYESEIVNCNLEKA
IFPMTISLKTKSYIESININNSGNSSNNNNNDNNVTINLSKTTDQTSKTTLPSPTTEITKNTSPSIPDDSILRAQLTFLT
LLKCNDSTYALKPLKQKTFFNEKVYLVHDIFGLDSISDECVACLSEPKEVLAIPCRHFCLCSKCAEIMRNVSLKCPICRT
PIRALLKIDTKQLSNNSNQSLEQ                                                         
>Ddis_XP_636689                                                                 
MGQSESKLRNRAIESIQSEYGVSKFKKIMKKMKKVDINSITDSSGSTLINIASQMGKKSVIIELIKMGANINIPNNSGLT
PIHHCVINGEEELVSLLLRAGANPNSVTELSLTPLITAVKRGDEKLVEILFTCTTDLNNNNNNNCNNSNNNNNNNRSEKE
STYNSSPTLGGASSSSTLNNSGNNLYNNNNNNNGMIMIDVNLCDKQKMTPLMWAANEGNQILVKYLLNMGADVNKRDAVG
KTAIFFAKQNSHYQIITMLSEKFCKVNKITNMKPSPTSSNIQQQQQQQQSLAASSSNNNIYNGGNNSNNNSSNNNNNNNN
SSNNNNNNNSNQPPTNGGNNMYHSSHHPTPQPLNSPPLFNTATDSLASSWSSSDSGLNQLNAIDSNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNINNINNNNVQLKQQLSIELIDSGNNKNSNNNNNNNNNNNNNNNNNNNNNNINSVNINSNNNNN
NNNNSTHKHKRDNSTLHSTISSSSKDDRCCKVCWERPSDTVLLWCGHYAICFYCSQFLQVCPMCIEPIERVQKVFIS   
>Ddis_XP_641016                                                                 
MDNATVERKTIKATRITFSPGAKVGGGVYSIGARWGHASISQGKRILVFGGQGESLYSNTSVYDPVTSVWSEVNTVDKGP
SGRYGHTATLLEDINDPNNQRVMIFGGKSGKKYLNDLFSLNLRTMSWSTFHFEKSTLPDSRAGHTSTYVPPININGSLRM
VVFGGSHSDKYLNSCFILDLPKSQAGTIKWIKPQIKGKAPSQRSGHTADYLKDRNSILIFGGFDGRKSFNDLHLLNMTDM
SWTAVKTNGTTPTTRNGHTSVLVGGRYLVFYGGCSESNVSNDIQILDTDSFTWLSQPMITGLILFPRFNHSSNLLDSGEM
IVFGGCASGVLYSDMCSLDLKLFLPTPPPPTPTRNLSIQQSSSPISTPTTTTTTTTTTTTSTGGNSATPQYSIEHLSQQS
QTTTPTPLSPMTASTCGSCQHHQHHNYPHNINPVSASLPTTPSSIHVNNASLVNTNLLSIQLSNALSLLNSEQTQKTSLS
DELMKTKNERAEAFRNAMEEQSKIETLEKELNKIENAYKKELTQKNKVQDSLQKISSTLKEKETIIQSYQEIMSQLKYNL
KDSSLMDKKDSAIVQLLYQFSSITNNCVGSSSGGSSSSNNSGAGGSINPTENILLVKETIVNKSLEIQLEELKKENQKLK
ENSTNNQTKLLEYDLIKQTITNRIQIEAVSVDNLLGDKLDSLEMKDLDKLEELYHNVLKKVGSAKQDLLQKQLLKMQREK
EESAANGNGKTCVVCVDLLINTVLVPCRHSCICSTCSKKLSLCPLCRTPIKDVIEYY                       



>Ddis_XP_644829                                                                 
MNRATITSNKSNAPSFLSIPLLAHNNNINNNNNNINNNNNNNNINSNNNGTTTTTTTTTITTISYKNNISELITIIDKII
KDLNNFKSKTVLNDQEFSELNNTIQFTKTSLVNYIHYENENKINFNLSDSKIICSEIKIIEYGIESFIFSICKLYQDLIQ
FQQLLLKLSSPPTTITFNTTINSTNSFTSNLIINNLLKVDSILKQSIDQLLALFPPSSSSLNNENNNNNNNNYNPYELLS
NEAKVLWNQFGGNKITFVPWSIFFKGFQKFFNKEILAYESSLRYTLDFTRDGYVTPFKLSVFIKWFGALPVSLGIFQDVI
NSKIFSGFISGIEATQLLSRQQVGYYLLRCSKTIVGAFAITFVDSTNHIRHCLLYPVTSSINGGLTLQKPPDIFKSILSF
ILSFSSKLKYPIGPLDNDLLPPLSIINNNPILILPDENNNNQNNNQNNNNNNINTFSTSPSSFFTIDSSNSSDTNKSPTK
SRKSSFKNDKDKKEKEKEKGKDKEKEKERVSDENFDNLPTFLNSEDENDNNNNNNNNNNNNNNNNNNNNNNNNNNSSNNN
NCNIKETHQTTSNGSSGNNNNNNNNNNNNNNNNNNNNSSSTTKRNNNNNGSDESKDLCTVCMDNEINTVFLECGHLSCCS
LCSVKLKKCPICRSRITRVINIFKS                                                       
>Ddis_XP_647025                                                                 
MRNQVIIPLAFFTYKFVYWFKSYRFLSSIYKISSFKELEEVLINSISKNGLAAAASSITEGELIFALYSRLNSTSPLLTN
IIKDASSSNISSAIAATATASSSASDVISTAASNTIPIIISSTTTNNANSGVLAIQTTTSLIFECAHSSLATMSSVISQQ
YTSVPSFTLTDSLGETINVITDNVVFPLENSFSKFILQSPGDSLFTRFFEILLGKRKLLGQLIEERVLRPNINLYTVLSC
KIGKIGNDIQWRLVNEPFQFSKDKLDFDLADSKFKTLMYGGFVIALSTSIILYFGIPMLRDYLYHLKIKQTSTTYEDSKR
SCSICYEGVRDVVFLPCSHVVTCFDCSSMVGTCPVCRMMIQTKKKIFFS                               
>Ddis_XP_647022                                                                 
MKIDCKRVSLIGSPEPRWGHTGTTLPNGSGFIVFGGNSNRAFNDIQYYNIFNNSWSKIEAVGNAPSERYGHSAVLYQSQS
RPYSDSYQIIFFGGRATSKPFSDINILYVNSNRSFIWKQVTTKSIEGRAGHTAVVYRQNLVVFGGHNNHKSKYYNSVLLF
SLESNEWRQQVCGGVIPSARATHSTFQVNNNKMFIFGGYDGKKYYNDIYYLDLETWIWKKVEAKGTPPKPRSGHSATMIQ
NNKLMIFGGCGSDSNFLNDIHILHIEGANEYRWEQPSYLGLEIPQARFRHTTNFIGGRVYIYAGTGSGNLMGDLHTLEFL
DDNNTPLIPITISIPITNSNSIVGSPNTSISCGVSNSGASSSSGGGISGHPSILSSSSSSSYLSTSPLSTSSLASSYQSS
QSLQFNQNQNQNNNNNNNNNNNNNIQTTTTTTTNNNNNNNNNNNNNNNNNNVESNQQQQQIQHQTSPMSVLSRSNSNISL
NSLNSSSSSILSTPSTLSTTTTTTTTSHASHTSHTSNRSNGSRGGIPSIPPFNGRSSNHNNNNNSNSNNYNNHQQTKTNS
AEELILEELKSLNIYDQAACNKDFQTNLKRVEELFNQKIKHEQKYRQSLEEKLGKANHQVSLLTNQIQSIIQKDELTSLK
KEYSELKKKHSLLYSEDIDDLPTETCLKLEEIHVKSLEKLRVKKLPSSNQLSTLQQQIPQQPTTIICNNSQIIQQQPLPP
LQQQQQQQQQQQQQQQQQQQPLEIQEQLTMLQLQLSQLSQQQQNQIDKQQKQEKLQQEQQQQQLKNINRLSISSNSSTLS
SKDSFYFESKIQELSNQLKEKQQAITDRDNKIKDFENQLNKYKLIGLDSLDHYQLLELESSFHNGLKQIGSIKDQRYLNR
LVSLEKEKDQLKDQNSCVICASNPPNIVLLPCRHSSLCSDCCSKLTKCPICRSHIENKISIYQ                 
>Ppal_EFA86197_1                                                                
MYPNTYTLFNNNISNINSKSDSNNNNSIGNNYITTSSIITTNMMHNDLNSLSQMTTMNGGLGVNSVNSNDVGVGGSQIMY
NSIGVPMGIPDASRFTSVGAIECHVQSDHHSTGSRTTANGSTAPTTPTAITDATRSTQFHEWNEHTRQYEYNGQQMKLLQ
QGKELTAGSGVAAVVHHETTVVNVALVQEDKSGKLVDVEGPFDVQNENLNKQLTMTMRQLEEERENTLCPICMDRRKDMA
IDCGHLFCGECLSWVGGRHLCPICRQEFKNKIRLHMN                                           
>Ppal_EFA84789_1                                                                
MGSGWSNARWEYGFYPRPGADGEQQLQQNQQNPQQQEIEIIDSNNINDTQMSTLSSILPQIYTTKTVSSKVNILRDTIIF
DRIDKRIGGGGTRVVVSTNNNSNSDTIAVLPTSIIESDNYPTIEVEEEEEEKAVIDNNNINTAETSTYTTTTSTTTSTTT
TTNNNNNNNSIFNKSVEEEDGEELEGNSPPKPIAKPEGIYNIKFKFDTEEPCIIEIYIVAADTFNNITSHTKLGPFYYQE
GLNQQFSLSPSEYIDLSKYTHLDITTCNIEKVQYPVIITLKTNSYVVEERKQSSILETSTTPVPPPLTTTTTTTTTTTTT
TPTTTTTTEPVTVSLEKLNINSSNSNINDTVIRCQYTYLALLACNDQTYAIKPLKQKTIFGQQNYIVHDIYGLEHNSEDN
RECVVCLTEPKDILAIPCRHFCLCSKCAETMRTVSIKCPICRSPIRSLLKINTKEIQA                      
>Ppal_EFA84787_1                                                                
MLNLNKKKLRGKNTFVFESDKLEHLIEGIYANASTDDKIFSQLANNQLKISEFPEKEDVVDDDDDEEEYIDENGDYDDDD
DEDGEENYESYNEEEQDDNEYYYDADDEDQDGDNNNNKSKDEEEVIRELEEVNQQNDKIRKELEVLNRNKELLARDVQKA
RKEVDEQKQQLDSWADRVKKSNQDKESLRSDSERQKAINAEQNKQLEQLKKELNGVRNEKTAIDNEITNLQRRLQEEKNK
KVTTEMKPIVDKLKLVEEENNKLTGDPNTLKKMDLEQLSTLGNTLTHTLHKVNELQSQQIQSKTCIICYERVRNVCFLPC
THCVTCYICSASINECPMCRVDISDQIKLLDHIMWFLVYKVSFIV                                   
>Ppal_EFA84625_1                                                                
MDPLDPEYSFKFLTGGAPIKIEKVLDIEVKPDSLKTTAIVTAMAATVVAGAAAAYYWFKKPDGDDDDPDIDIEDDEESGD
TIITTMTTTTTTTSYLTPQQQHQSIGASSSSSSVTTRLPLQPPKPSSATTNPLRLTDDTGTPLPLDEQNKLIMTENKLLK
KDLDNLNNWVNDQMMNFEDRLHRLEANNIKRVRDLESDLDKERYCGICQEHEKQVCWSSCGHRLCARCAIVIKSTLNPIC
PHCRTQVDSFVKCYNT                                                                
>Ppal_EFA83412_1                                                                
MKIVKFNLYRDCVLGNETNDIEGIMPVSNIFSDICSIPIVSLNYNYDLSKLRYKLFTYESNNLVYYVNLCSNYTSPCLPQ
DSVCMTPKDNVHNVSDLAYSSTLDISSNGVEGLTFYYSGGQCFSSRYNTTIIMICNDGGNSQIVDILVNGCQTKIIIESE
YACGSYIDPSSSSGCIYSIGKMFTRCCRDRNESNNYQPISEASSSSHTEKIQHEYTDGKLSQQGELCTICCENKVNTVLL
NCGHAVLCVECTEKLTKCPLYSKSKELDNNHSMDDNLLLLCFPPEAFKTLFPMCFASLTNLKYNYTSTL           
>Ppal_EFA82570_1                                                                
MGASESERCQRVHSAEPCRSDRSQTTGRSAAPDRRQSKHCQQHRCHSDTERSAQQRRGDGFAVVTQRRQSQCRVGRRRHS
AWCRRQVGRRKIGVDVNFCDHKSSKMTALMWAASEGDDILTRFLLNVGADVNRRDTSGRTAIFMAKANGHLSTVNMLNDH
FCKVNKVAKIVSSVSNTCVSLHQHHSNNNNNNNNNNNNIALQHQQLNTNIITTAASVATTTIITNSNNNNNNNNSSSIVN
NINNNNQTNNTTATNPIHNNNNTSNVNNHTGTDSLASSWSSLDSGSVFNPSQPSIIVTNNTTSIDNSQDSNINNNSSING



LSTLNSNGNGGGGGSSTINSGNNNNNNNNNNNNNNNNINNSSDIIINSSSNSIPHNVSNNNLLNIITTTTTTTTTTTNNN
NNINNNHNKFNSTIQHKREHSNLHSTISSSSRGDDKYCKVCWERPADSVLLWCGHYAICIYCSQFLQVCPINQ       
>Ppal_EFA82212_1                                                                
MKSVHHSTNNNSGRNNIITNNNNNNSNGSNNNNNNISTNNTSRINNSNSITQNININNNSNNNANNIPSFLTIPSTFKEV
RQQTNSNNNNSNNSNSSSSNDNISKELVENLITICLNMIESIGKLLVEFRSNLLSDSEFSELNNTYLFIKTSLQLYKSIV
INLEEAEYQKQINQITIGNRDVCYQISISRIHTLLNQLLSSLTEMKSLQHSKSLSRDQLSQIIATILKNDSLVKQSVDQH
LALFPVADNNDTTNKNNNNSNNSNSNDNQHSTLSNNEESNSLQLLSAEAQEMWKKRFGKNIIFIQWSHFFEKLQTFLNVK
ASDYEVNLKHIIDFTQDSFVSTYKFSTFLKWFGPLSKSLNNVIETIEAKTMSGFISGVEATRFLDKKSAGHYIIRFSKTY
PGAFAVTFVENSCNIRHCLLYPVSNGLTLLQPPDVFSNLTEFVISFSSKLKYAIGPVDASLFPPHSPMIQSPEGQPNNEP
LTSIPPPITTTTTTTTTTSSTINNNNNNVQNQQLLRPDQHLNVKSRHQRDGSNNSNGSTNSQLSSESSGDKIPTINFNNG
SSSPPMDEQADGTVVLSSSPNANFISEAFLSRSPVKSSPASTSAGSSSPVAQIKKKKKKEKEHHHHHHHKTKEVVEGGLS
DKDLCVVCMDNPINTVFLECGHLSCCSKCSGKLKICPLCRQNISRVNL                                
>Ppal_EFA79841_1                                                                
MVIFQNNKGFVKPSRFEKNDDAAATLKDFGDLAALTEFRGVKEQLSQFIGKLNVNNEKLSGITFDRLVRFIFQLNLPSTL
VIDSLETLESVFTLVFNKYYPYRPSQYFLSDLHEDQAFNTPLYPEWISELQKMHSSIKPLIPVTTGVHQFEVALSRSGLV
VGWSCCYTLQEVNDRTIEDENYEYILAHVENVGPIDTLYMGGEVVACQLDIEGREITVWSESYRSTQKINVNLEGVPPGA
TIFFIPIIMLPKAKCFPNFGSTPFTLLSPDQPQPIHQINPSRLVRYKYIYSCLYRLIKLRVISDFQDYENLFKFLLLKIT
RPTINNYCIFKYMYPIVEDIAVTSNSFFQTFFESLQLNDEANSEELFNILFSRALYLNRTKTASTNFYPLLILRSMVSIT
LLRHSLFTYQNIFDVLDLMFSQRPLIFLEFLQNQPAISVASNTLENRFICRKKDERELQVDMFRHIIDDEVCSDIFLKWI
SHCISQAFTYSKRVAQNTLVEQTEITTLNNLFFIIIEYLDTYLSDTRNTKSFPISIFYFSEPQRQRVGGVYSYLKKNIVI
NEYDESGEPKLDLKQTLYLYSIDLLQLSFCSYLTLIQKLDAASKIEKRELDRAFDYADYQKVKSSQEATQLKADYLRTEM
LEKSEHYEYLWKHLTFTIGLITENLEQPIFEYLYDNTILTPLSTFIYLLGWNLKSTFQNLNFETTNNILALVLKKHGSVV
DREIMKATTETVCEFLKRQIFHPIISSHQNFSHFIHMLLEGLTDMDVDLLTFLCTRKFDTFVTHFREICLQNPSCLLKLL
NVIFSNLSENISSKHEIPLRLRMFNYLCTNLPHIITGNETSLLITGQFIMYILDKLLLHPNSKDNVYYITFVNMLPSIYF
LNKSSKEGCSLKQTITKVNPKVIQMLTDVNCSPDFTQPKKREIIKFFQSIIDDEKKSLNTSTGGSDNLCNICYSYDANVI
FNPCKHSSCQHCVTRQLLTKKVCFFCREEIISTEKINKDE                                        
>Ppal_EFA79654_1                                                                
MFKKLFSNTKEEEIAKLKLEMATLNEEIVKMNEEKNGHLKMIQDHMNKPPFWQVSKEELAKMTTDELTNLSSVLTKKSSE
ITKIISERNLCIVCQERSRNTLFSPCLHYNCCNTCANTLIKCPTCRNLRFMEKE                          
>Ppal_EFA77300_1                                                                
MFNISSNSNYVQLNENTWFPLTQRRTDSVTLKMKLNPRQALKTFTLPNQVPFTLMLVDNPYESLSFYLHCQTGNHSTVKI
DYEITLKHPEYKNKDIKKCGSFEFKESNSYIYEEDFLDSSKVKRYTNNNQEMTLVIKINQVQEKKNGIFNHIVDEIDKVN
KLFKYNEMAQQSLIHSFYFMPFLKRCILEIPRSNLNAIVESEPQQSRNWDITENRLTSAIKMSGSLGLAPSNIYEFETIT
TKMIKKIAQLSDEANKEELIYHFYMGLGGVYNETDMHAIKVEGDINLDILNYMKRESLMVRMIEQFPPVLFISLPTSDIA
GNDHLRNISTTFREDFYFEEVLTEDEVMDPRSKENHYILYSVWCHEHPSNNAKQGEFFTFLRPLDQPHWVKVSSKSVEEV
HHFNYVLGCSAGKARSELADNSSGFPQEARSWKSTTSYAYMLVYVLESETKKLFNEEDSRYNINLDDQLSKEKKLSYDEM
NDAMQSKDVNTTTTTTTTTTISPAAELLPSIDDLSLEQIEVPNFTGMDELKIFGSPIDDSFIKKGNGKSSSNNTTSTTTT
TSSSGKSNTTNASLNKYERRLGISKLQNENLKKDVEFIKKNTDTNKKELDRLKKTSDDYRKQIDQSNDKLKKANKERDNI
RSDVDRQKSFANNQLKSLEALRKELAATKNQKSAVEAERDTIHKQVQEEKKKSNKTDPKLLQKRLEAMELENSQLSGESS
LTQLDHEQLTVIGHKLSKSIFNINEQLLTLSKARVCVICSEQAREICFLPCSHFVTCLNCSTIITKCPICRKDINKKIKV
INN                                                                             
>Ppal_EFA75289_1                                                                
MSKLEQTLKKEQSQKIKAQDTVTKLNVSIKEKDNIIASLSQALKISLKENPTSTSTKVSSPGKQQSPTSSIKDLTEMLSQ
AELVDSQRLKNAADGFVYKAMEIQIQELNREKEKLMETVEQLQSKTTEFHNVQSLIEKRFAVDSLKVEHLVGDKLEELNM
KDLDRLEEIHHKGLKAVGMAKQNLLTQQLLKLQKEKEESQICLVCADRSINTILLPCKHRCLCDQCSNNLSSCPLCRSVI
SDKIKYY                                                                         
>Ehis_58_m00150                                                                 
MNHSLFFGCSFHKSYYDDLIKYSYKSCSINVVKQEESFFIKSIEKIYKCIAPDIPHLIVILTLFLLIQTASGSCVDCEAN
YFRCRADAALNHINKSSASCNCLLEMVNCYKSNECKNEEKIIKIDYDYLHCSFVIPDSLTASSKSLISVPIVLICFLGTV
VVICICCILLLVVHPHRDTSDQEENTIPLKTVIIPTPSPTDTEEDMNKICKVCLDNEKNTVFIPCGHICCCYECSKKLSK
CPICRAQITTIVKTYDA                                                               
>Ehis_68_m00237                                                                 
MDIVWGISKADYHSWESVVVSKTEYVSLDIYYSKTYDEELEVVIFLNSIDISIGSSFKIEIVQKRKNGFMLQCTFDEGQL
LSFGISYIAFMPIPNIIEKRINVSSQEIHQDLSYTFIGGISAMHHVPNRFDLYLSTGGYKTKNYTIQYLKIKNDLIGDSP
DQSNTIRISTFQNQRKDGIIISLFSDQTENVTYCVLLLKMKEIKQITNTEMKLYQPKIICYLCQSNTADCVFKSCSHLSI
CSKCLTKIKEFGSAFCPVCGISSEIIIIQSN                                                 
>Ehis_98_m00131                                                                 
MDQQKQVIEIDSDNESVGSCHHENDDSEVEIVGVQQLNPQEEIERQIRMNGQTRYFIPISALNDLGTNTITPSIYYNDGF
DTETSEELFDEDSDDFQENNFNRITYFPSISLVTNQSQRNLFYNFLHRSYAERSHRINSRQVSEIPDWMKSPKKEAKPQE
KKEKGVAEEDGLKCGICWDTSSDVVSTACGHIFCRSCMCELFKNKETVECPFCRTQLTKKDVHRLFFNH           
>Ehis_222_m00082                                                                
MGITQSIPFEEQIPNTPPTEMEENQPDVPLVNAQIKHVVLYCIDKMTLHVSNGFLHFLIDCAIEAHLEAYTMVEGQKKIL



ETKELPAQMQQEVSIPNISNILALTIDITKSVNANIPLTEYILIDSISVTILLTSEVPKISSQQFHIGDVTYNSFDVFGV
DSDDVTGTDNLCVICTTDPREILLLPCRHITMCAGCYEEVKERTHQCPICRTRFHMTANQSKPIDSFEYQIKLIDTQTEL
EHTRAIVAQQASEILRLKRKESKVIDLEKELNQLELFMKKTEQQMNDINLGNENDRQRLLDDCQKVKLFFEALQSQVDTL
QSLESLTSSV                                                                      
>Ehis_321_m00062                                                                
MKKKEKTKDFILEKERRTNKSINFNSMEKTIKTKLNQIFQKLAPNAEINFDSYEPILLPYYVDALVTSNKQSSEGQKLLL
KKYTVAGETKSGFLENEFIFTNAFPSVRTNLGAHSGKYVFQVILQTDGLFQIGIFENSTVFDRTKGIGDFPDSYAYDGYR
KCLWNEKQTPFGPKWKKGDVVSICVDFDQRRIKILLNDQDLGIAFESFGTEPMNNYYFGVTASTGEKCIINYGEYPMLYK
QQIGDYSPVCQQPIQSSYKECEILGKAIIECLNDISNGSVLILNALFARYIPLIVNSKVLCIEYFLPLLTECTRSNSLGR
LGSLLKHMVHPTDLEIIVKTLMEWYYIISTHYQFKDDIVISLTQILLDIISEMMAVACGDPDKLYQFIDIILSKSTTVSK
FDYKKMIQGIDLSQPPERLMNDLDLKYKQQLELDKKLLKALETNQLLDDFVNNYSVRHDINKDINSNEDGMELTMRITYA
LFSMILDETNHFQFNNEFLINTPKEYPDFDRLGGTISYIQKTFPLEKNNESFETNKHMHRAILFFYNNTLPYFFKMELVC
RRNIRIISTLENSVDWLNYLWEASLFIIPCRYQIQLEIFKQIVNALVSTKGLLYVHEPYISSIISLCKNLRQNILFNYQK
ILINENKQLFGDFINTLISFLGNTFIVKPGLKTTMFMSVTYTMAKRIEFIDCVSLENKRILFNFAFESLTSDEEERFRRA
ITFIRIGMPIPFYVLKKNIAAYPRYRKVFSNLLQEYFSDDKTIMNTHNIVFDYVSKSLDKILLLLDKERLSGQEEKMFES
LSSSLIDGTDLMDGLSYLFGKIYIDHTLATKFLQYLSFVLYQCSVRNSITTRRGKQIYSIFCSLRILLLDVLTQILKSIP
EEKRLEWLLQDGIITLEINKGLEGIDLSSSSILSFEIEYPTTIWDRWRPTTFTDDIITNLKVEEKHALEGIDNTLKFLKN
SLNELNKKHIKKIVITPTFQGRASNNSFEMEVEENEDQLCFICCSNPADTIMLPCKHSACRSCIERHMEHHNECFFCKTK
IEGLKKRSEMGMENESATKN                                                            
>Acas_g297                                                                      
MSTSLVCLLAACCWPSNDKDVTDAIKQCMDDDDQTAHTAMRTLAAQAEDDEMWVEIVMKVARKFGQKQWRRKDGQRTDAA
TQLLLLMELMPLCDSRRALNTSEDLLSFARDEANAGQNAQCAVRVGSRMLTDDVLLFLMDNANHRYTTDSEVCMHALLTL
EKFSKTGPDNARRISELGYFERLEELLHYSNDHQLRLVCEWGLAHGSTRSGVVGTDAAAAARKRKRGVHAGSGGGGGSSS
DSDREENTPGREKKPKKILHVAAAAATTATNAMGDGDQAARRRGGAPDGEEDGDELDFHEMDLESRMPPGKQVTLSFADR
TNFIKLSADCYEVRNDSASFGSIRANCYVSAVDRNGRGYREGGRWYYEVTLRTGGIMQVGWATKDSVFKPEEGSGIGDDF
FSYAYDGCRRQAWHAATSAPCGRKERRWKAGDVVGCLFDTKHGVMAFTLNGNLGAFQQCRFNFGSEPFKFQPAGYQSVNE
FATRYDIALEESTESAAEGERPGAGMAWSAHAGAQGGVVDDPTDQLDDDELCKICYAQEDDIKLHPCGHQEICFACSIRL
TVCPVCRSPIDDREHTKKKEEVAAKLQPVPTTTLPTHQHHHHNQPLLVQL                              
>Acas_g989                                                                      
MQESRHLQVKLATCLLICTECSATLFPIINDKLCVANSTGQLVDEAGQAVDLALWQNHFTHCHERCPGTKGREFLARIDI
ILMFSELDYAKKKIKGTAVGRWSDFKYTTGRVRSAIHYSAPAQPATGVCKQCLFVNFPGCARHRTLLTKPYEVIDRQGKT
TYAGCPGEGCDTNTRFANYVCAGCKGKDFSWYHIVMTDKEGDFLLKAWQGRGLGFSANSKLAHSITICNLCLCAGFPGAA
SKLCESKQGKLISPVTGAPMDVARWKDSHAHLNGCPGVGRVDVLMRVDMVLHGPEVQYLAQNIHASARGHWNALFVQAGH
YFDPNSAAPPPAGAYPPPHSPYPPPPTTATSPAGYPPQPYPFGAAGPGGSGAYPPHPTMPYPGYDPMMAPPQTAPYGPPG
SMPYPASPYPPPYQQGGAIGGSGVYPTTTGYPPAPTSGALPPPDASAYPYAAAPSAPPDDLSSNMAQLSLEKEQKEDESL
CVICLCEKRDVIFYKCGHLAACHDCAQQLKKHQKGCPICRQPILDIVKVYNA                            
>Acas_g1379                                                                     
MATDNPEMRKGQLFQQEQIYSLLMQNPATAKYMGQADVCRIVGELRSNPAAYAKYRNDSRIVELATHLASQTARPTWPPA
WSSYSTTKNADQGGTTSDASTTWLRARRDRGATSSPASTSTTFNASTFFAAVRSGGLASVSAVVDSNPTALFQEDDFGYT
PLHLAAQNGHTHIVNYLLGKGADVDQKQAAGYSPLHIAVLSDKTSVALTLIENGANMQLQDNEGNTALEYALRNDNPELI
SVLIEAATGGASQQSQRERRRQENERKRQTAALALPVQVERKIVRGQRSYAPPPRRPAGPSLFGDDDDDDDDLSLFDAEE
STAWPSHTTSSSSEKEEKAEGGLTDLFGFGDDDDEDDYVPKGKEVSSSTSHSHSHSGRKVSWADLEAEDDDEQEQNQWQG
MIASLFPDDEGDDEEDIFPTSTSTKPSSTTTLALTHPLAQPTDVARSTTVSASASVAIKTNTSQMTVVVQTTSAKATSSA
TGGEVDQLLAQIQQLEARLAEKDRELLAKDDKISVLEEDTWCRICMDKKIETVLLWCGHNILCTPCSQKVQKSKKDCPVC
AKPIARVALQYREEEEPHTNIPLVGVKASATITDVACEVTLVQRYRNDEEVPLEVGYTFPLDSRAAVCRFEVELDGKRVV
GSVLPHAQARDAYGDAIAEGSGAYLLEQKKEEIFQMNVGNLPPGKECTIYITYVAELPLEGEMVRFTLPTTIAPRYQGQG
TTASEREALKEVTTMSSTSSSSSSSKPYGLELDIAIEMPSPVLRFQLNGDTPTKGRVTLATQETALDRDFVLMIQQKDAH
QPGLWVDSERQAVMLSLYPKFIEVEQKREFIFLLDRSGSMAGSSMNDAKNALQLFLRSLPEGCKFNIVGFGSKYEFLFRQ
SRAYDDRSLQEASDAVPRMNANMGGTELLAPITEILEDHSDPSYSRQIFVLTDGEVSNTEAVLRTIRERTGRKMSDEVMS
AVERGVCTYQGARHFADQFWYHCKTCYSSDPMSGCCVVCKEVCHKDHDLEPRYGGFFCDCGSARDHRCRARTPEEGRKPI
SLPPTVQLRVFALGIGAAVSRELVLGMAAAGRGTAEFVVPGERLESKVAPETPPPLFDGTRLCLFGLVKPDAALPQGAEE
PVQVSYTSPATRERETLEFPPAAAATASTSVVRTLAAKHRISELAQKEADAFRTEKDKFKAEIEALGVKYQLATAHTSFV
ARDERDEATQGTMQRRVVPSYNVSGALFGAAFGGGGRGGGRGGRGGYGGQGFRFDEADRTDHRDRERSRSRSPTREVGVK
RKRGRARQSASIDEDEGENFDEMQIDRALAGAQGEKNGHGQLARLVVLQRANGSFELNDKLAQLIGVSLSELHAKLRRIC
SGEASEGKQQQVWATALALAFLESRLGAIADDWAMMADKSRRWLRRETAADRALANVDWLNEAKKAL             
>Acas_g1450                                                                     
MEQPRGPRPHGHGGPEDHSPGRGARGHEGGHHHHQSDRHEGHHGGGGRGHHHHERGGERHEGHRGGHHQAERHHERGGER
YEGHHGGGGRGHHHNDERGGGERGAQGFRGRGGFDRAASPVDRERGHRVDHHHRHERGGHGYGDAQERTTVLVLGAGFMG
SAIAGELARRGCVVYLYDRDPLLAHNVHLAARKGYLETGREGGLVSLFAKKEDEPLMSQADLAHSISRIHPCEHAELDTF
LDALPPIQFVFEAIVEDLRVKQGVMQQLDRHFAAQPDVVFCSNTINFNIDALSATMAHHRERVVGVRFLAPVYYIPRIEV
SPGRDFTGTRAFLSVWHALVRLGFAPFLFHFAPGAPRVKLGSEDVDRLLSICRWAGYHQACRYGARCRDIFDAEHKLLFQ
HPTRVPHSAATRVGHGHGHGPVGVEAPAQPPQPHPQPQPAQGAVDPTPPQQPAEAPAEAEEAGAGEDEDEEEEDGGNECI



VCFDAAKDALLYPCGHVALCQPCGNRIKEERGGCPICRAPIVGVVKMFFA                              
>Acas_g2386                                                                     
MIKDEAEEGRAAENDDDVLRPVCGTATGSQAALGAEWALSEGPDGSRAHLRHVDFPTPFTTQPQVAVFLSAVNIQDKTDR
RVCVSVESQNKRGFDLSFATWSDTRVLAASATWVAFDKRYLSTPGSTIEVGRLLISQKAFGAAYKLHKGKGDRTFTTRVN
FTSTGFATPPTVTLGLSAFDILDDSDHRLALSLENVDKKGFTLNVGTWLETKVWSLEVTWIAFDNSFLSGTKGLQIASGR
WPFKRTTPGYVLHEGTGNRSVKQHITYPRKFAAMPDVIPFFSLIDVLHKADHCVRTVVQNWNESGFDLVLGAWANSHVWS
ASCSYLAFGTPVGYAGGKKPAPAASGGTAKQKSDAPVPSTSTSPSTTSTSSSSTSAATSEKGADDEAEEDEKTCKVCMDA
EINICFVPCGHLAVCQDCANLLTGKGNKRECPICKTKITKAVRIFKT                                 
>Acas_g3509                                                                     
MEARKEEEPTGGLQPSFGLEVENLLKAIDAVERLLHEAGEPGAALAKLPESRTPANTATAAQLRHKTKHLVLWVKQLKLQ
HDQQQATNNAGGPASPGAAPKGAASPLSALGHLSTATRRTASLPQPPTAAAAPSNATTSPQSGVQSTLASSTSSSSSRPI
RAATSSSPTTSPTLLIRNEFNLFSDTFSMPSARSSESTSFAPRSYLSGGDSDDPSPASSSPYAPPLSPQQQQQQDKVRYR
EGDESMKPRNSAKEEEETESGTSEDLFTPSSPPADSTFYLIDAKGPGKDVHILQHEGGDGGGGGKGRRDRSTSNHVKAGR
MSGPAGARNPLCGWLHKSGNTFMSPWKRRGERRHNKTASPPMKQTLRLYYYISREDPVPKGFIDLALLEAIRPGVRYKNT
FDITIANRVFHLKAETKEEADDWIWELRRWAEWARGRELAPNAREQQEKEERERKEKEEQDKAAASYRSRSASFPAEWFP
KLADALLGKSELDVCRACFVNTRRVVFLPCGHFEVCEDCAEKASECHRCNRPIERRVEVRET                  
>Acas_g4092                                                                     
MWIEPKETSGGQWTGWEEVKRKRYFVLQRHYSADKPIERLVFGFRSLVSRSLQQPYRIIVSVRPYYAIALGANLKEILEH
WKWVNRHLVKTGRLDAVEEKEALAFLNYIFSLLATGKEDKAKQLLLPEPQPMKLPTVVPEESEPASTTTITDTTFSSEDS
LQHSTTFDSLAPETGNASDNDDDDLCKLCFESPIDTVILDCGHALLCARCADELTDRRRLPRVPKSHPLRPKDVQMLKKK
NQSKTF                                                                          
>Acas_g4175                                                                     
MQIFVKALSGRTITLEVESGDTVETVKQKVHDKEGVPKELQRLICAGKQLEDGRSLADYNIQKESCLQLFVRISLYVEKI
TFFVKNLGVLGGDATNPSAAVAVDGLGAHALIHSPTGGELCAAALKDPRGTRGAPACGHLHHQHHQHLTQLQQQQLQQYH
PHYQQQYAQQQLPLEVALAAVPPASALPSDLERNQRERMRDAKRREREGYQGLVYRLEAKTSDPIGSVKLLIEQKAGIRA
EKQQLYFEKYQQPLEDHECLGHYLVKDGDTLYLLRTDADDEDYHMKGKKGKEEKGEKLGEVGTETEKKERKRKEKKKERR
KKKREREKEKKEEERLEREREKKRLLRREQAKRMEIEMREREKEIEKEVLQMKMMEKQKKKIKGRTKRKQDAKKRDKEKK
EKERERRQKELLRREKERQMKATDPPAKPPSAAAAAAAAAAKSLAAAGQQPQAAGAACGKPADGLAQPRALNGAAAGGGL
LNRVPSARRQSSPPGSMGFVSEAGDCMLTKDEEALLAAADERELTESEHEWIREMESRERRKLMWLEGAKSEGKLSAAEH
QHLQHLQQQLQRGAGHLGHHAHPHAHLPHHHPHAYHANSADLDDDDDDEDDEDDEEEEDDEDDDDDEEEERDYVGGGSIT
IDPASRAHRFVDARTLELEEKRKGLEEEQQRKMREIEKKRKEIEERIRIEMEERRKRELREKEEKERAEAAAAAAAAALA
AQQAQQRLQLEAKERERKEHEQRERENAARKQAELVAQQQQAQKLKEQQQKAAKEKAAAAAAAAAAAKEKAAATAQQPAQ
VKATAAAAEPQKESPVVAANGTPPKQKAAQPQPASEAQPKEKKKVKVDQKDDLKKKEREVAELKEELKRKEKEVQMLESM
KKELEIEREKEREVKKVNGASHIDGDGEIFDAVIDVDLDYNDVTQTIEALAYSSFLRINKREGREEGDQAIDYSLFSPDY
DSFYYFGHYMVEKSGGENEKESGEDDNHHQRRRRHGILGPVVGHDDDDSDTDEEGSEEDEAELDRRRRKADAAASKATSP
QQQVSPRVAVPGSSAPDQHPYAQMLALTADIDSAKQRPTAAAGRNGYRNVSSSSTTVDSVVVDAHNGGHHDGSGSGSGEV
GSSVEQQERSLFAGDEWSIVDHDENDDEDMTERGYLMIIEEQRRALELLMHELAEQKGFRDVGWTNAYAGAGTGVDAQLQ
QQRDEHAMAAARADEHAILRRENERLRKENKKLRRENERMLGNPTELGSMSLLELKALERRMKTSYDFIYDHLLRRMEGQ
MKKAGLAALKAAAADCALCRSKRVESVCLPCGHIPFCNACSGRVTIGSECPMCSKQIRRIHRIDFHRLTAGEQRPVVQVD
EATTPAPSGAPHSA                                                                  
>Acas_g4595                                                                     
MKDHDDEETKEYEEELEKLKSLVGILSDRLAREERITESLQRERDEARRRGLCERCRQARRDTVLVPCMHLAFCWDCCGR
MAMKCHKCGVGVEGMMRVNVD                                                           
>Acas_g4860                                                                     
MNIWQLARVGDLKKFKSVVKGKSVHELNETDQFGFTCFHWAAQKGEDGIVALLTKREADLDVVDGDLQTPLHWAIDKGHK
AIARHLIEHGAALDIQDKFGHSALHRAAALGQRDVVGLLLRSNANPNLQNQNGFEAPSRLQRTLLPILLGTCSGAPPHNN
VVVHCAMNGTGKSAALALALLARVDAANPATQCVCICPVREIAYGLCRLMRALGKFTATTFLLVVPGRWTALHVTCYYAH
HKIVSELLSCSRTDVNIPNKDGWTPLHCAAMQGYTELCDLLIRHQANIDFASRDGSTPLHLAVQENREIVVQLLINYGAN
VNLRNARGRRAVDLASESLKPVIKGAGKPVYAACALFGGEVDKALVATKASFLILPSQQIAASMEAKHFTVELVHIEGDN
ENESEGDKDGGGKKDKGGSHGSGAAGGKGKGGSGRGVLRRGSKSAAVPRIRGQVTRLVHADEDDHHAAVDPATSARDKGK
ERRESSGEVVTDAAEAGDGGIAKLASSSLRVVTPRRRAGHMFVATYTPSVAGRYRLTVSYDGEDVHQCPIKVTVTEAVTD
PTKCEVVTELEGTRAVLVGKPNSLMIQAKDQLGGNRTVGGDVFDVELIRQERDEGTSKRNILLRADETHARIEDLRDGRY
VVWFSIPAGGVHFVDIKLRNIRLPGSPFKVNAAEVLSPGRRKTPRSPKSPKTKASKEGKQPSVGLQLPAGEEKDRQLPPL
LSPRSLIANNKKDKRLSTKNAGQFIMPSSSNNDSSSNNESAVWERLGELEQANSELQQKQLEFEREKYDLHKQIAQLQRK
LEKRGRESVPSAVPREEVASLQQKVDRLAAQAQEAERELRREQARQRCRVCATNRREMVVLPCLHASFCALCVSRMKLCA
LCEAPLQGFLRIKPE                                                                 
>Acas_g6116                                                                     
MRVLHYLAQQDNESQAVRSMMGQAGAFTTLARLLAAVAAAKAAKAAARPIEEDEARIASDLEIVSDAVEALDEEEAAVPN
ERRAEPEMVRYPAPDRNEAEDEEDEEESMDEGEAETEEEGGGLRLALSKLQAEAAGTLWSVCIAHPTNKQKAADVVPALV
GLIKHETYEPTLRYAALWSVCYGVESNQRQVLAQGAAPHLVALLHAESAAVRRSATGALWHLSSLPEARKPIIEAGGLEP
LVAILAGTGTSGMGMGLGLDSESCQEQKLNACLALGNLSMASTVTIDDDIYKDAIARSGGLEQIRRFVEQHDCRRFTMHN
LVWTTLKPLVDLLEAEHEAVNELGCFLIACLSRTNQQTSKLFHEGAVSTLERLAQRRDQPTVRQLARIALTNLGVNVLEP



LSSPSPSPGLDVCGGAYSTNGVVGEAAGLDRLLVALKLERFRDVFAKHEITRDNIEFVEEGDLAEVLPLGPRRQLWAYIT
ALRRAKDASRPPPPSCLSQSFRTTITNASSSPEENNPYACLICCDAERSVCFVPCGHVVSCKVCARILVARGDVCIICRA
PIAQTVVPFYV                                                                     
>Acas_g6159                                                                     
MMATGEVIFNAQPQKARVAISCSNQRSRVYCLVLYVAQGPTLITRIAPQLYLTVIEEGWVLVKDPLRHPYTLQFGTQKEA
EEFCKHVLVAKMASKAPHEPKTVQSIDLKPGQPAMVAEHQDQATVLLTCWLVDSHHHHTIAATPHWTSVGAQPASGRSAA
RGISDDHDEPLGVVTINVKKLRLGESALGMRDGLLGMRLKGTRLLVLETSASEPGSSTSLKSVLGLPSGRICVFKVELIK
LKKQMGELKAEVRGLEAKLRIAQDTVDKMMGRKLERSSVEELASLEEILLTSYRLVIAQKVRLELKEEEKKKQQNKLGTQ
ECVLCLDKARNAVLVPCGHACCCLGCAKKLTSCPLCRKEITDKLAIYL                                
>Acas_g7446                                                                     
MARTKQTARKSVGGKAPRKYAAAAQQQQQQGKSGGGFAKPQAISNKRGRRSYAKAQAMPSGEEEQQQQPQAIPEITYTGT
HDTAFYAHYFITGDKEKDEEVKCHYAQAHTRDPLTQAEDCWVGVSYNSKYDGIGMKTNTQGRHSNRPALNLVVALDISGS
MGDTFRGDDDDNDDDDESESVGGGQKKLQVAKDCLLTLLAQLRDDDAFGLVLFNNKASVLQPLTKWAEIEKVGLEKAILK
LRACGGTELTEGFKAATKMFAKAEEGPNRSSRVFFLTDMEAGSDDERKFIATVKQNSEVSLWSTIIGIGMDLARDTVEET
SKTPGCNYATVISNKDFREMIDNEFDYTVTPTGFNVSLGINSDVWQLHSGYGSPEVSQKEPAGLDSPFTLVSKWDNLLGI
EQTDIKQLQFKEGHIDDVGIRKAVYYTDFIRPYLEVRNQALGLPSMAATVAAPMPTRYLSLITPANRFQLLNDFIAFYKK
EMEAIQDPSLNDELTFLETVRKVEQPFFPEKISADVEKGGNVGGEVEGEKKRKHDDVEQGEAKKDNVDDEDDDDDDDDDE
AEAIKRRKMEEADEQLARQLAAQEEALEEEQQSGVDDMQRGDEGDEEANGQCVVCWTEKKSVLFLPCRHLCSCKACGDKT
TQCPLCRKTIQQKTDVFV                                                              
>Acas_g8351                                                                     
MGRRPTVPGGVRLGIAFHTKEESVDFLNTLMGKGEPCTIVKEHRPPSQRKHRELELKAGDQVVVVARDKEWWWGIKVRDP
ALGVTSAVFGWFPAEHGALDSPTTAARRRRSTSSSLPPSTESDDVSLGDESGKLCCVCYEGAKDALFFPCRHIACCMECA
TALTTKSSSSHCPICRAAIRQVERVFIA                                                    
>Acas_g9190                                                                     
MANTTRQLIEALEHLREEAECCTCLGDPSEFVLLPCRHSLCTTCFVQWSKKCPQCQATVSPSAKALPLFRIDALRFKNEC
SALINLLTPHAAQPSAPDLGRAIERQLLAGVPQVNIAVVGAEGAGKTALVSAVTGAPGSSGGLAALGTTEWSPYRADAQS
KVSWWDSEGVSTWSNRKEVARLMTQLGQVERKHGIQFNLVIVLIRAWHKVSTEDLQKFLKQLQGQGKAFMVVTSDIASLD
QTELKQRRDDVRSLLRPFGACRERNAHVDMFIATDAPDLFAITLNSTAHKASRYGPAVEQEGIGDLVICALIATLPSRGK
DWLSGADGSRALTLLNSMVTSEVVISGGVLLLVCALASRNGAHAQLLDPLALLAESSFFSVAYNSE              
>Acas_g11171                                                                    
MERPNNHFGEAPFPFQPPPGYRSSQPFERGFVFPIDPVGPVAEGSLRTGPSQGSAFWPAQSSAGPTTTHQQQQPPVWAGP
FAQQPFGGTWSTTTATPQVPTEVQGQFSRITRAAYQRHLQQIQPRAESTNTAAEGPCSDRHAQWATYEAEANEARDRANR
AEQLLESVLTAEKKAVQRGDELEREVAELKKYKGEKASLSSCSIDELKLIDEALKQGRKNVKAVLQAKEKEQDARPECTV
CLDKPRETVFLPCQHMACCDECGKQLKACPICRSAVKRTVFVHHC                                   
>Acas_g11341                                                                    
MARTSNKKGLSKDTSKKQKKMGKASSGHQLCKRCSRRFGSKACAKRLCGSCCPLGGGAGHGEQCVAHLSLRRAAKRKQGA
FLLVSSVNRLKREEERSGLGTRKKSKKPKLMSSKASKHLAKRLKTLSTAEECDDHGVDGDEVEVVSQESPDRDDGAWCDV
GGAATLEAVVAVQAEEIARLRRELKHTRHAHERLKRKRVKVEQGLCIICEERGLNVLLVPCGHCYCRECVDALPSCPVCR
SSIRKRHNFHPPAYVCDDAVLAMVPPSLPTAPKPTSPGAAALADEAEEFVLRRRSAANPHRILFV               
>Acas_g12597                                                                    
MQAPIKEKRELDDKLITACREGDMAKVLRLMEAGADVNAVGPLNRTPLMTAALFGHTEICLHLFDHGAKLDTQSSAGETA
LHLATLNGHFSVVEFLLLEKADPNLTNSSGKKPRDYARKKDMRDLYAKAERGELDLDKTTERTAAALVQRDNKGPGFNPS
NKMLGDLVTAGFEQALVLQCMYRLFEKGSDYNSVGLVIAEIGEVKKEKAAAEAAAAGGAGEKMDEAEPEDEKACKICFVN
PIDSVLLNCGHLCCCMECGGALDQCPICRSPIAKIVRTFLS                                       
>Acas_g14440                                                                    
MWIEPKETSGGQWTGWEEVKRKRYFVLQRHYSADKPIERLVFGFRSLVSRSLQQPYRIIVSVRPYYAIALGANLKEILEH
WKWVNKHLAKTGRLDAVEEKEALAFLNYIFSLLATGKEDKAKQLLLPEPQPMKLPTVVPEESEPASTTTITITSDTTFSS
EDSLQHSTTFDSCSFFTSSSASESSTSTATSSSSSSHVLSARTPSSTMTMTSSSSTDKVAAETGNASDNDDDDLCKLCFE
SPIDTVILDCGHALLCARCADELRIDAGCPVCRSPIRCVQKMYKC                                   
>Acas_g15968                                                                    
MAHMERSVRLAEVRNRRLDLDKEHLQRKMIDLMIDKRRLQQRVEEMEERTSREEIRRHCVVCMDHTRSHVLMPCRHYIVC
QYCANNIRVCPVCRSPITEKLQVFDV                                                      
>Atha_AT2G21380                                                                 
MASSSSRTRSRSPFSHRRPPSPYSSASSTSSSLINNRLLPRSSSTPTSTVYNSGGVTGSRSMSITRTISDSGPIGGSGTY
GAQSYPSEGLIGESGQTITSERDSISVTVRFRPMSEREYQRGDEIVWYPDADKMVRNEYNPLTAYAFDKVFGPQSTTPEV
YDVAAKPVVKAAMEGVNGTVFAYGVTSSGKTHTMHGDQDFPGIIPLAIKDVFSIIQETTGREFLLRVSYLEIYNEVINDL
LDPTGQNLRIREDSQGTYVEGIKEEVVLSPGHALSFIAAGEEHRHVGSNNFNLMSSRSHTIFTLMIESSAHGDQYDGVIF
SQLNLIDLAGSESSKTETTGLRRKEGAYINKSLLTLGTVIGKLTEGKTTHVPFRDSKLTRLLQSSLSGHGHVSLICTVTP
ASSSTEETHNTLKFASRAKRIEINASRNKIIDEKSLIKKYQKEISTLKVELDQLRRGVLVGVSHEELLSLKQQLQEGQVK
MQSRLEEEEEAKAALMSRIQKLTKLILVSTKNSIPGYLGDTPAHSRSISAGKDDKLDSLLLDSDNLASPSSTLSLASDAR
RSSSKFKDENSPVGSRAELTQGVMTPDEMDLLVEQVKMLAGEIAFGTSTLKRLVDQSMNDPENSKTQIQNLENDIQEKQR
QMKSLEQRITESGEASIANASSIEMQEKVMRLMTQCNEKSFELEIISADNRILQEQLQTKCTENNELHEKVHLLEQRLSS



QKATLSCCDVVTEEYVDELKKKVQSQEIENEKLKLEHVQSVEEKSGLRVQNQKLAEEASYAKELASAAAIELKNLADEVT
KLSLQNAKLEKELVAARDLAAAAQKRNNNSMNSAANRNGTRPGRKARISDSWNLNQENLTMELQARKQREAVLEAALAEK
EYIEEEFRKKAEEAKRREEALENDLANMWVLVAKLKKANSGALSIQKSDEAEPAKEDEVTELDNKNEQNAILKERQLVNG
HEEVIVAKAEETPKEEPLVARLKARMQEMKEKEMKSQAAAAANADANSHICKVCFESPTATILLPCRHFCLCKSCSLACS
ECPICRTKISDRLFAFPS*                                                             
>Atha_AT2G35330                                                                 
MIFTLSISVEFFFSFRFSYIHRRALTLMGCTVREKHVRPNRKTRSVKPEFDPCCLLDRTALSKSIVESSLKHLVYHPGLL
DSCPESNPSGSFEDNNGWGYCTEEQLEDILLKHLEYLYNEAISKLVGSGYDEDVALRAVLSNGYCYGGMDVMTNILHNSL
AYLKSNTGEGSNVNNEDQSETVFTDLRQLEEYSLAGMVYLLQQVKPNLSKGDAMWCLLMSELHVGRASTMDIPSSGKGDS
SNVGVGGASSTVNGVGGAIAPALCRFHGGWGFGNGKGPKFSGNGFSLHSEELTLQREIDCPRRFNLSPSMKSLLRENVAA
FAAGYRASMEQKKQVQMQSETSGTSLSCTAAATHSEKCEQPHVFGSEECFSSVLEKFRDLNLDDNVDSAPEELKDDALIG
LLQQVQDLKKQLKERKDWAQKKAMQAAQKVSDELSELKSLRSEREEIQRVKKGKQTREDSTLKKLSEMENALRKASGQVD
KANAVVRALENESAEIRAEMEASKLSASESLTACMEASKKEKKCLKKLLAWEKQKMKLQDEITAEKEKIKALNRALAQIT
QEEKEYEAKWRQEQKAKEQVLAQVEEEQRSKEAIEASNKRKVESLRLKIEIDFQRHKDDLQRLEQELSRLNKASSTDSSL
QSNNTSHTKVKSDKSKGETMSKLLEELNRLDGSYEKEANYDRECLICMKDEVSVVFLPCAHQVVCASCSDSFMGSGKATC
PCCRAPVQQRIRVFGASS*                                                             
>Atha_AT2G38195                                                                 
MGSIRGDLQPLFVMPPPPLDEDCDDIFNSDESSWGLLSLSCFGIIMGLWFFASVCLIFGVYGSETVWLGPNSSILVKPSS
IFVKSINAKELDFSKPGLQLYGFNGQSTPSGYFVNWTESRVLSVSQNSYKGWPYYLNRGTHMNISYNILPKGSAVRLVIT
EGMPFFYRSSLKDIAFRDTAWSWNLIQGSGMIQLDISKSKGYYLTVANLKRKDVEVELDIDVKVVLYDTKQSSYNCSFSN
GECSFKMNERSPVENYAVVTSPALGQGVSIDDEWYIELSYQPRLIAYGSFTGVLLSFMLVAIHFCNKLKCCGGEGFLSED
DSVRTCLLADKGDNDCCNDVEASNKSLCAICFDAPRDCCFLPCGHCVSCYQCGTKIKRTKGRCPICRKKIMHVKRIYTA*
>Atha_AT2G22010                                                                 
MAEDSLRVGMISSGLAVLLNGEDAKENSSKARIVPHFDYSGHRPLERTIEFIFGLAEKSVGPLDGQVDSSLIRAVIKNQF
SKLHGDLDVSVSQREGISVVHHGVGPPIVGLEEFSICGDIRIVKPPLVLESLALFSSARANACIWKGKWMYEVALETSGI
QQLGWATLACPFTDQKGVGDADDSYAFDGRRVSKWNKEAEPYGQSWVAGDVIGCCIDLNCDEIYFYRNGVSLGAAFTGIR
KLGPGFGYYPAISLSQGERCELNFGAYPFKYPVDGFQPLQEAPTRFSFATELLRCFSRLLDRPDRSLADTLSRLRRFASV
EELFCPVSSAICDEFFYILEQDPLLAEYLGRGAFLSFLLETFRTQAPHDSSSLDKVLDVFLEFPQSHLIFEHVVNALACG
CKTATLILTECPYSGPYPYLALACHLFKREELMVQWWRSLHFEFLFEGFLSCRSSNKHDLQHLMPVVWWPGSSEDISYES
SMGFTISALSEAINKIEEKQRNLCLLVIQFIPPVSPPQLPGSAFRGFLQNLLLKNRGADRTLAPSGVTRNSVLVSLFSVI
LHFLSEGFAMLKSSEAVHHNVGFLHRGGQQKFPLSLFLKNDPHRADITRLGGLFSHISKSYPTDDQEEEIMRWEEGCMDD
EQNRVTHATEQKPCCCLAYDTDLTKSLKDRGKNTAQSSRGRCSSIPERSSHVAAECSAGSFSEEIDDKPSTSNQSDPDFG
YRPVRFMRTALQESRISSAILSEEELLDALLLLYHIAVAPNFKQASYYMSHQSQSISLLEETDKQIRERASCDQIKRLKE
ARNNYKEDVMDCVRHSAWFRISLFSRWKQRGMYALCMWVVQLLLVLSKMDSVFVYIPEFYLESLVDCFHVLRKSDPPFVP
STTFIKQGLSSFITFVVTHFNDSRISNTDLKDLLLQSISVLVQYKEYLEAFENNEAATRHMPAALLAAFDNRSWIPVTNI
FLRLCKGSGFSSLKNGESSFSSTVFQALLRDACINDGELLSTFLNRLFNTLSWTITEFSVSVREMQEKYQVMEFQQRKCC
VIFELSSNLARVLEFCTYAMPQAFLAGTDTNLRRLTELILFILNHMTSAVDDEFFDLSVRSLRRQGQPSEKVSRGILLAP
LVGIILNLLEASEDSKPKQQHDVIGLFASMDCPDTVYYGFQYLLEYNWDGCVSGDDAYVKKLGQLENFLSHLINRASSQE
PERKEESFNKDTTDIEDNTCCICYAGEANAMIAPCSHRSCYGCITRHLLNCQRCFFCNATVIDVIRDKEEEEEEDDDGHK
RST*                                                                            
>Atha_AT2G38185                                                                 
MDSAPSPSSLDFELSPPVLVTMTSTSSSASDNVEGADDDANTHGIFNWRDFSSCWRVSESNLYCFSLALLIWFFASFILI
ENLYGPKNVWLGPSSSILVEPSSIFVKSIKVKVLDYSEPGLQLYGFYRTPALDCFVNWSESRVLSISHESYKGWPYYLNS
GSLLNITYTVKPQGSAVQLVVDEGHQGVPQSVLNDPAYRYNVWSWNLIEGSGMIQLEIRKSSSYYLAVANLKSKDVEVTT
TDQVELNIDVKAVLYDTKQSFYNCNFSNGECTFNAMSLVGNSVVVTSPAASQGVSIEDEWYIRFSYQPREIAYVIGTGVV
ICFMLVAIQFCNRFQCSGGEGHLTEDDSARTRLLADKDDDGSSMGSCDDSYANDDADLEEFMGNDGEASNRSRRLCAICF
DVPRDCFFLPCGHSVSCYECGTTMQEADGSCPICRRKMKKVKRIYTV*                                
>Atha_AT2G27950                                                                 
MAIAGLQNILVIDSSFRRDSEVQATRQRENEGRSSVRASSLLQMWRELEDDHVMGHARERDGERRSVSSPSNTMRGNGCD
SNISAHDIVRDSVNLGENELGGWSPTQSHVGSHNSSEDLGPFQSEHFSDLGMGERERVRQIFREWTSSGTGQHTDSASQA
TNSSRAEWLGETEQERVRIIREMVQMNSQQRPALGDLREEQPIEGANQIERVLDGIVVNPNSIQNEHARRGIRKLCGRQV
WVDMLKMAEMERQRELEGLMQHHAVSNFAHRNRIQALLRGRFLRNGDNDDKEKPTSSAATELGFLRERHTVSELREEFIS
RLDRSASGQASSSHSETSSNAETDHNRGEQNDLNCLDSINDADGGSDQNGREADNQSSLDEITNSGRCCSRSTSLEERTA
RVEGWQRSEIDDFSQRRNDTEVDLNATGCSSSSIHGDEIRYGCQLRETIEIPYEQSLQISEEIATMGPINRTTNFQENLG
ESINLTVTLEEQTVEQMENEESDWQLINGATSAWRDDAEEEADTDVPENFPNQLSQLSSVDEDREANILGELTEMQPDDD
AASLQSTIQDWSEEHSDQDTVSMGRATTFFPPDDGNENNMELRELSSRRRVSNLLQSGFRENLSQLIQSYMDRRSQNPVD
WEEAETYSDHTIVGEDTEQQDDAQSGGQELDAVESPPLTLPSPVIPIQPRWDHDRSHSNWPAHDLHQGIGMDWDSINDLR
VDMGRIQQRMDNLQRMLEACMEMQLELQRSIRQEVSAAMHRSTDQPGPSKDTASYESKWEYVRKGICCVCCESNIDSLLY
RCGHMNTCEKCAKKLVEAGGKCPMCQAPVIEVVRAYSIL*                                        
>Atha_AT2G34920                                                                 
MASLRPSFGSVLRDRNQRHNDDVVFKKNLKAQVKTAPPAISDESSENRVDSLIGNKRKKNNKSRPGSPEKPRTRKGNNFS
DNLGGASSLVQIWEARLNRSNGGNSAIHSQSIEISSEASVQEIHLLAPSIDGESESENESKSPDQTVEIESGTLNSVSDI



IRRLSNEQKLTASNNGGAVDMPIVKTPTLEKSSFQVVTCSPRIRGRQAYSDLLVHLERERHRELESLLGRNAVSRFPQRG
RLQSMLRLRSLKRGLAIQDRHRGTTKSDLNRFQPSSTILHLREKLREKAANAAAEAGLKKGQQSTVETESMQSKETSGIL
HSPSTERLSPQKRNIEEAILRKNETETKMSYLQLKKAIVAEVLERESDNTSPLTSVTPQEPRILRNEEAGKLESGTEGTQ
ETPFLETQEMSFQSGWEEQEEYEDEQSYYGDMSYDWFTEISRPRTYWEDLRKSRYLEVMNTKSDKDDICRLLERRTVSGF
LQSGLREKIDKLIMSRVQIHPAHRIEEATKEEEKYDIGEEKDEDRDDLSQSSSQIFAPSPAGSWSSLDTGVTSTPTHNLH
STLQLEMSELRDSVKTCLDVNASLQKSVHLENPFKRKCCVCNETQVETLLYRCGHMCTCLRCANELQYNGGKCPICHAKI
LDVVRVFVDSRT*                                                                   
>Atha_AT2G44950                                                                 
MASTGEPDRKRRHFSSISPSEAAAAVKKQPFFWPSSEDKLDTAVLQFQNLKLSQKLEAQQVECSILEDKLSQIKEKQLPY
NSSLKTVHKSWEKLTASVESCSVRVSDSSSGAHRFVNKEDGSSPAVKNDFINRLLETGATESSSSNICSNQMEENGVNTS
SQMTQTLYNLVAATEDLRCLKDELYPTVLRTNLGKDLCGQLALSELESEIKSFRGDLDDVLVKFKSLSRELQSHRDADAK
VRVDLKRIRGELEDEVVELQQCNGDLSALRAERDATAGAFFPVLSLGNKLATSDRERDKQRDLQDMETVLKELTVLASGR
LQQLKNLHEERTKMLGKMSNLQNKSKSVRCISSSQACLSLKDQLEKSKEAVFQYMALLEKLQVEKDSIVWKEREINIKNE
LGDVSRKTSAVTDSRMASLDSEIQKQLDEKMRIKTRLGNISRERGRKEIFADMKALISSFPEEMSSMRSQLNNYKETAGG
IHSLRADVQSLSGVLCRKTKEYEALQLRSADYASQLGDLNATVCDLKNSHEELKLFLDMYKRESTDARDIAEAKEQEYRA
WAHVQSLKSSLDEQNLELRVKAANEAEAVSQQMLAAAEAEIADLRQKMDDCKRDVAKHSDILKSKHEEHGTYLSEIQTIG
SAYEDIVPQNQQLLLQVTERDDYNIKLFLEGITSRQMQDTLLIDKYIMDKDIQQGSAYASFLSKKSSRIEDQLRFCTDQF
QKLAEDKYQKSVSLENLQKKRADIGNGLEQARSRLEESHSKVEQSRLDYGALELELEIERFNRRRIEEEMEIAKKKVSRL
RSLIEGSSAIQKLRQELSEFKEILKCKACNDRPKEVVITKCYHLFCNPCVQKLTGTRQKKCPTCSASFGPNDIKPIYI* 
>Atha_AT2G38220                                                                 
MGSIRGDLQPLFVMPPPPLDEDCDDIFNSDESSWGLLSLSCFGIIMGLWFFASVCLIFGVYGSETVWLGPNSSILVKPSS
IFVKSIKVKELDFSKPGLQLYGFNGQSTPSGYFVNWTESRVLSVSQNSYKGWPYYLNRGTHMNISYNILPKGSAVRLVIT
EGSQVIGMPFFYRSSLKDIAFRDTAWSWNLIQGSGMIQLDISKSKGYYLTVANLKRKDIEVELDIDVKAVLYDTKQTSYN
CSFSNGECSFKMNERYPVENYAVVTSPALGQGVSIDDEWYIELSYQPRLIAYGSFTGVLLSFMLVAIHFCNKLKCCGGEG
FLSGDDSVRTCLLADKGDNDCCNDVEASNKSLCAICFDAPRDCCFLPCGHCVSCYQCGTKIKRTKGRCPICRKKMIHVKR
IYTA*                                                                           
>Atha_AT4G19700                                                                 
MAVQAHHMNIFSQFISPNRDCVKFQENMNHGEFEFTGGEVPLITGESFAVEPLAAKANFNKAESGLSYNFTVPPLSTKRQ
RDFQFSDSNAPVKRRSVAFDSSSPSLINVELVSQIQNQQQSEIDRFVAQQTEKLRIEIEARQQTQTRMLASAVQNVIAKK
LKEKDDEIVRIRNLNWVLQERVKSLYVENQIWRDIAQTNEANANTLRTNLDQVLAQLETFPTASAVVEDDAESSCGSCCG
DGGGEAVTAVGGGCKRCGEREASVLVLPCRHLCLCTVCGGSALLRTCPVCDMVMNASVHVNMSS*               
>Atha_AT4G13100                                                                 
MTMPFALEICSAAIELRILVQIEGKLSAKVENGRSSVTLEDILMAETSSFRSLTTPTTPVRNHSSSSLLDVMRRERRRDK
TAWKSLRDKLRLKRTATGWISSNPIPTLDNHILTPDNDSHRFNRLGFLLTNSETNRSSRDVSDAAEEAAEREGRLRLGTV
LAAEREPPRMSLMELLEDNDGHMYELSARDEVEVEGRDGCDGGGEAVAVTGAAELGCCVCMVRSKGAAFIPCGHTFCRLC
SRELWVQRGNCPLCNTAILQVLDIF*                                                      
>Atha_AT4G03000                                                                 
MVEKQEEMNEFGAVNGGKVGTSSSVSPPQDKGRKNKRKLADPSPQNAASLTEFPRYELHSFKSQSPLCENDSNGQLKAEE
SDSVGWDDPFACHLEGLLSSNLLTLFRSAMNQIMDCGYSEDVVLKAISSSRFYCGGTDLVSNIVNDTLSFLKSGKKVAGS
RDYVFEDLQQLVAYSLVEKISLVREVRPSLSTDEAMWRLLICDLNVLKAFEVDADGLEGSSVSNASKSSESPVAECNPPK
SSDADNPKAPVSNTQSKQSEPVKFGNFANVNNSKNPHASGATPGKEVFSVSTASGEGTKSASLTSVSDEKLVSCRKGRTK
KEMAMLRQKSCVEKIRTYSKGGGYKTAKFGGFLVEKRGKSASDLLSAQARNSSSKITTEVMKIPLAESSSTLSNSTKSDS
PALDVKEHVTALPANNAPAPVASEKKSGSEPEEKPSVSTKPAPDYYAAIPYDATLGIYIPRNKRDELILKLVPRMKDLQK
ELQDWTDWANQKVKQATVRLLKDQPELKALRKEKEEAEEFRKEKQLLEENTIKRRSEMELALNNATNQLERTNNTIRRLE
LEQSLLKREREAANIRASESAESCREAKERVQRLLKNSQSWEGQKNLLQEELKSQRDKVAGLQQEVAKAKTRQNQIEATW
KQEKSATGKLTAQAAALKKERGKLEELGKAEEERIKTKAENDVKYYIENIKRLDTEISKLKLKSDSLKIAALKKGIDGNN
DGNKSGMNHTTNTKANSMASAKVWENNQGAESKIKRERECVMCLSEEMSVIFLPCAHQVLCSKCNQLHEKEAMEDCPSCR
AKIQRRIQARFARG*                                                                 
>Atha_AT4G35070                                                                 
MAIQAQLNYNAPNANQIGFGGSEFSLINNNGVIGIGNDQSYLVNNLQLQKDFNQHALFHHQHHQQQQSPSQSFLAAQMEK
QKQEIDQFIKIQNERLRYVLQEQRKREMEMILRKMESKALLLMSQKEEEMSKALNKNMELEDLLRKMEMENQTWQRMARE
NEAIVQTLNTTLEQVRERAATCYDAGEAEVEDEGSFCGGEGDGNSLPAKKMKMSSCCCNCGSNGVTRVLFLPCRHLCCCM
DCEEGLLLCPICNTPKKSRIEALIF*                                                      
>Atha_AT4G17680                                                                 
MPLLSDNERIGLFSDSSMAIQAQHPSRFFFNNSNGQEASDCSLQPQDTPFTNFTKAGVDSRKRSREVYSSALMNPPPPKP
SQVIDITELLQKTPNVVSTGLRLFHDQSQNQQQFFSSLPGDVTGKIKRQRDELDRFIQTQGEELRRTLADNRERRYVELL
CAAEEIVGRKLRKKEAELEKATRRHAELEARVAHIVEEARNWQLRAATREAEVSSLHAHLQQAIANRLDTAAKQSTFGED
GGDAEEAEDAESVYVDPERIELIGPSCRICRRKSATVMALPCQHLILCNGCDVGAVRVCPICLAVKTSGVEVLF*     
>Atha_AT4G24204                                                                 
MFDATISKCLQLLYMFFRKLNSIKLPSDNDEFVRWYLGLSFSARVVIYITVLGTIMTITYLVLKFLSECDMEDDTQRLPL
VAEEEVTTDWTPPLINESLEVTGKGDVETASFSSSDDVDYSTLCVICFEERRNCFFVPCGHSATCRGCAQRILSEESKVC
PICRRVIRKSKRLVLKKL*                                                             



>Atha_AT4G03965                                                                 
MSQLGVETSQAQPETPQSTTFLDLLRLQMDGLDRSRRRKRTLKERLGFKRIGCCGPTWGLRLTSNTGEDDDEPFENRLVS
GSDHVTGPLNQGMNLATALAAERNYRTEETEASGSLTPLKVSLMRLLEETAERVVVEENETERVTASASSTVRGVNNDSV
CCVCMGRKKGAAFIPCGHTFCRVCSREVWLNRGSCPLCNRPIIEILDIY*                              
>Atha_AT4G14365                                                                 
MGQQQSQSKDEMLFQEVSNNNVEGIKSLHHEGAGLEGVDKLGRTPLILACTNDDLYDVAKTLLELGSNVNAYRSGCNGGT
PLHHAAKRGLVHTVKLLLSHGANPLVLDDDVKTALEVARDEGYSNVVRAIESHICLFSGCMREYSGSSLLNLFAPQLLSR
KVWVVVVPTGSRNPTKPLKLELVLYDSIQDAQPRMVIPLWKANLEEPKSFRCDDSVMIIDDSRSPKSMRQRRESGFISQA
RRWAQVDRQIRLKLAAEIKGDMKQMNWFSEACKGVPQPMNPPRFMKTSQATTTTTNVPALSDDALTRVAMSLPSPKTANK
EDGLCVICVDAPSEAVCVPCGHVAGCISCLKEIENKKMGCPVCRANIDQVIKLYHV*                       
>Atha_AT4G22250                                                                 
MMSELDLGTSQRMTETHRTTTTFLDLLRRQMSGHDLTRRKRTLKERLRFKCIGCCGPTWNLRLTNNTTLHSPTSRDDEIE
ELQIETGLVLESDHGSGTGMNLATALEAERYNRGESTEAEADMTPRRVSLMRLLEETAEKIVDDDGKETEILTASIGTLT
GNDSVCCVCMGRKKGAAFIPCGHTFCRVCSRELWLNRGSCPLCNRPIIEILDIF*                         
>Atha_AT4G39050                                                                 
MASSSSRTRSSRPPSPASSTSSSHLSNRLIPRSNSTSASSLITSAAGIASRSMTPSRTFSDSGLIGSGSFGIGSPVPYPS
EELLGDPMDDTISSERDSISVTVRFRPLSDREYQRGDEVAWYPDGDTLVRHEYNPLTAYAFDKVFGPQATTIDVYDVAAR
PVVKAAMEGVNGTVFAYGVTSSGKTHTMHGDQESPGIIPLAIKDVFSIIQDTPGREFLLRVSYLEIYNEVINDLLDPTGQ
NLRVREDSQGTYVEGIKEEVVLSPGHALSFIAAGEEHRHVGSNNFNLLSSRSHTIFTLMVESSATGDEYDGVIFSQLNLI
DLAGSESSKTETTGLRRKEGSYINKSLLTLGTVIGKLSEGKATHIPYRDSKLTRLLQSSLSGHGHVSLICTITPASSSSE
ETHNTLKFASRAKSIEIYASRNQIIDEKSLIKKYQREISTLKLELDQLRRGMLVGVSHEELMSLKQQLEEGQVKMQSRLE
EEEEAKAALMSRIQKLTKLILVSTKNSIPGYSGDIPTHQRSLSAGKDDKFDSLLLESDNLGSPSSTLALLSEGSLGFNHR
RSSSKLNDENSPGAEFTQGVMTPDEIDLLVEQVKMLAGEIAFSTSTLKRLVDQSVNDPENSQTQIQNLEREIHEKQRQMR
GLEQLIIESGEASIANASLVEMQQKVMSLMTQCNEKSFELEIKSADNCILQEQLQEKCTENKELHEKVNLLEQRLNAVSS
EKSSPSCSNKAVSGEYADELKKKIQSQEIENEELKLEHVQIVEENSGLRVQNQKLAEEASYAKELASAAAVELKNLASEV
TKLSLQNTKLEKELAAARDLAQTRNPMNGVNRKYNDGARSGRKGRISSSRSSGDEFDAWNLDPEDLKMELQVRKQREVAL
ESALAEKEFIEDEYRKKAEEAKRREEALENDLANMWVLVAKLKKDNGALPEPNGTDPGRELEKSQSHAVLKERQVSSAPR
QPEVVVVAKTEETPKEEPLVARLKARMQEMKEKEMKSQANGDANSHICKVCFESPTAAILLPCRHFCLCKSCSLACSECP
ICRTKISDRLFAFPS*                                                                
>Atha_AT1G32530                                                                 
MGCTVREKHVKPTRRIKAAAFRSDPPLCWVEKIAMSQSIVENLVYHPGLTDSGSVNLNSVTENPEENFWAYCTEEHLEEI
LLKHLEFLYNQAVSKLLELGYEERVALKAVLSNGHCYGELDVLTNIVNNSLSYLNSGGGGGGSNGNGEDRTETGFTDLRD
LEEYSLAGMIYLLQQVKPNLSKGDAMWCLLMSELHVGRASTLDVPTNRSSCCTKEDSNVEDVGTGGTLDIAGFMAPALCR
FHGGWGFGNGGGPEFSGNGFSMKGAELKLQREIDCPKRFNLSPSMKSLLKRNVAAFAAGYRASMKQKQIQSSDTIGDSKA
CNDPAIVKSCGQQPRKSGSEESVSTVLEKFRDLNLDDNLESVGVDDKDCVIVDLLHQVKDFEKKVKERKEWAQKNAMQAA
QKVSEELAELKTLSSEREGIQLLKKGKQAVEESTAKRFTDKEIELRKACSQNDRANVIVRKLENQNAEIRAEREGSKLSA
SESLKACMEASKKEKKCLKKLVAWEKQILKLQDEITAEKEKIKALYKTLAQITEYEKEIEAKWRQEQKAKEEALAQMEEE
QRSKEAAEGHNKRKLETLRLKIELDFQRHKDDHQRLEQELGRLKASSDSDSSHISNNAWKPKKSQGENIAKLLEEIDKLE
GSYDNEANYDRECIICMKDEVSVVFLPCAHQVVCGSCSDSFFASNNGGSKVTCPCCRGLVQQRIRIFGATS*        
>Atha_AT1G73950                                                                 
MNCWRVLKSVQASVAHCFLFSFTLALVLKLDHSITYSWWVVCLPLWAFHAVVARGRFSLPAPIAPRNRHWAPCHAIVSTP
LLIAFELLLCVYLETAYADSPPAVSLKIVFLPLLAFEVIILVDNARMCRALMPGDEESVNDEAVWEALPHFWVAISMVFF
LAATVFTLLKLSGDVAALGWWDLFINFGIAECFAFLVCTKWSNPVIHRSSRDRETGSSSTNIRYLDWNSGLGVFSEDDRN
QDTCGLQDIGGHIMKIPLIVFQVVLCMHLEGTPEAAKSISVPVLFSPLFLLQGVGVLFAASKLIEKVVLLLRGEDDTGLY
FRFLSRAHDCLGFLHHGSRLLGWWSIDEGSREEEARLYFDQESGYNTFCGHPPEIVKKMPKKELAEEVWRLQAALGEQTE
ITKFSQQEYERLQNEKVLCRVCFEREISVVLLPCRHRVLCRNCSDKCKKCPFCRITIEERLPVYDV*             
>Atha_AT1G79110                                                                 
MAVDAHHLFLSPPQLFSNRELTMNNNTMEPTSGGFCNNNQTGYGVVSPFSVPNHTSTTTTATPPLLHVYGGSDTIPTTAG
YYADGATNLDCEFFPLPTRKRSRDSSRSNYHHLLLQNPRSSSCVNAATTTTTTTLFSFLGQDIDISSHMNQQQHEIDRFV
SLHLYQMERVKYEIEEKRKRQARTIMEAIEQGLVKRLRVKEEERERIGKVNHALEERVKSLSIENQIWRDLAQTNEATAN
HLRTNLEHVLAQVKDVSRGAGLEKNMNEEDDAESCCGSSCGGGGEETVRRRVGLEREAQDKAERRRRRMCRNCGEEESCV
LLLPCRHLCLCGVCGSSVHTCPICTSPKNASVHVNMSS*                                         
>Atha_AT1G10650                                                                 
MLSGNNGNTAPPVFMNENQLQYQTNLRSNQLHLLGNMGGGCTVDPVNYFANDNLVPMIRPNKRGREAESISNNIQRQQQK
LQMSLNYNYNNTSVREEVPKENLVSTGLRLSYDDDEHNSSVTSASGSILAASPIFQSLDDSLRIDLHRQKDEFDQFIKIQ
AAQMAKGVRDMKQRHIASFLTTLEKGVSKKLQEKDHEINDMNKKNKELVERIKQVAMEAQNWHYRAKYNESVVNVLKANL
QQAMSHNNSVIAAADQGKEGFGDSEIDDAASSYIDPNNNNNNNMGIHQRMRCKMCNVKEVSVLIVPCRHLSLCKECDVFT
KICPVCKSLKSSCVQVFFS*                                                            
>Atha_AT1G45976                                                                 
MALHPHLQDSKNFRDFCGIDGQISPELGFNRSENLHDQSQHPPYIPPFHVAGFAPGPVVQIDGSDGGNGADFEWNYGLGL
EPRRERIKEQDFLENNSQISSIDFLQARSVSTGLGLSLDNARVASSDGSALLSLVGDDIDRELQRQDADIDRFLKIQGDQ
LRHAILDKIKRGQQKTVSLMEEKVVQKLREKDEELERINRKNKELEVRMEQLTMEAEAWQQRAKYNENMIAALNYNLDRA



QGRPRDSIEGCGDSEVDDTASCFNGRDNSNNNTKTMMMCRFCGVREMCMLLLPCNHMCLCKECERKLSSCPLCQSSKFLG
MEVYM*                                                                          
>Atha_AT1G32740                                                                 
MAVQAQHHSSNLLFLNKRNGKEKEHSNFTLQSQAAGDFLDQTNMLFNNGSSNQRKRRRETNNHQLLPMQSHQFPQVIDLS
LLHNYNHPPSNMVHTGLRLFSGEDQAQKISHLSEDVFAAHINRQSEELDEFLHAQAEELRRTLAEKRKMHYKALLGAVEE
SLVRKLREKEVEIERATRRHNELVARDSQLRAEVQVWQERAKAHEDAAASLQSQLQQAVNQCAGGCVSAQDSRAAEEGLL
CTTISGVDDAESVYVDPERVKRPNCKACREREATVVVLPCRHLSICPGCDRTALACPLCLTLRNSSVEAIFC*       
>Atha_AT1G18470                                                                 
MSCRRVLKSIQALAAHSLLFCFTLLLVLKLDHTVSSSWWMVFFPLWAFHAVVARGRFSLPAPVAPRNRHWAPCHAVVATP
LLVAFELLLCIYLESSYARWPPAVSLKIAFLPLLAFELTILVDNLRMCRALMPGDDDSITDDAIWEALPHFWVAISMVFT
LAATFFTLLKLSGDVVALGWWDLFINFGIAECFAFLVCTKWSNPVIHRSSRARETGSSSTSIRYLDWNSGLVVAPEEDRH
QDRWCGLQDIGGHMLKIPVILFQVVLCMYLEGTPERAKDISIPVLFSPLFLLQGLGVLFAASKLLEKIVLLLRGEAGPGL
YFRFSSSAHDCLGFLHHGSRLLGWWSIDEGSREEQARLYFDQESGYNTFSGHPPEIVKKMPKEDLAEEVWRLQAALGEQT
EITKFSQQEYERLQNEKVLCRVCFEKDISLVLLPCRHRVLCRTCADKCTTCPICRIDIEKRLSVYDV*            
>Atha_AT1G60610                                                                 
MLGGNNDNPVPQVLMNDSQFRYQSNTSLNQLHLLGTMRAGCTIDPVNYFANDNLAPMMRLNSTRGRETENNNIMQRQQKL
QISLNYNYNNNNTVVQDEVPKQNLVSTGLRLSYDDDERNSSVTSANGSITTPVYQSLGDNIRLDLNRQNDELDQFIKFRA
DQMAKGVRDIKQRHVTSFVTALEKDVSKKLQEKDHEIESMNKKNRELVDKIKQVAVEAQNWHYKAKYNESVVNALKVNLQ
QVMSHGNDNNAVGGGVADHHQMKEGFGDSEIDDEAASYNYLNIPGMPSTGMRCKLCNVKNVSVLLVPCRHLSLCKDCDVF
TGVCPVCQSLKTSSVQVFFF*                                                           
>Atha_AT1G30860                                                                 
MVSSPQRFGLILRDRNQNAGVFQKNLKSPVKEVLKSHVSDENLVDSWIETHNNKNNRVLESPLESKRNDNLVASSLVQIW
EARLNRSNGGNSPSSSQSTASSSSRSDSGVSVQDSGLSESSSIDGDSEIADRTVEIESRSHGLVSDSGESKWGRVADLIR
RLSNEDKKRTAGDNGSGGGGGLEIIRTPRPYCTSSSSEKSNFPVVSFSPKIRGRQAFTDFLMQMERDRHRELDSLFERNA
VSRFTQRGRLQSMLRLRNLNRCLVIQDRNRSNAKTTGLNRIESGSAVLHLREKFHANVVNSAAATDKRKNHQRSTEMNNK
SVEETEGTTTTSTRLKDGGVTLEAFFAERLRPRNRKIEEATLCKEEESVSGTVDSQKNCLQLQETREVEETCNDGKSEKK
EEENTSPSEYLSRESRLRQNQDENNVGKYMQETRETEGLVHESNEMDQCLDQQETSYLNRWGEQEEYADEQSYYGEYNDD
WLSEIARPRSYWEELRKSRYLEVMNTRSEKDDICRLLERRTVTDFLDSGLREKIDNLMMSRVQTHSDKHSKKWELQQEEE
EEVNFEIDEEIKEEPLRGGEEQDDRDDLSQSSSSHISASSPAGSWSSQDTDVTSTPALVVQNPQSPEMELISGMRSQIQQ
LQQEMSVLRDSVKTCLDANASLQHKAHQENPMKRKCCVCDETQVEAVLYRCGHMCMCLKCANELHWSGGKCPICRAQIVD
VVRVIYDTRN*                                                                     
>Atha_AT1G54150                                                                 
MSSPERALLNLLTDIALSFDGAILGLTLAVSAVGSALKYASTNAALKKIKDAPEVSISDLRSLLPASEDKSETNDNRKSN
DQRIVVVRGVVKPKISGDEGYKNNNVLISPETGDKALIIQRTQTYVYSGWKRLFQSTGHRFMLERSLRKHGADFTRTVPF
VIVGKDQQSNSSFVAVNMDGSRQPLPLTTVYNRLQPINSSFLQAFLYPDYPVGLLDIEKILPPGKDITAVGIYSFNNGVP
EIKSCQDLPYFLSEMTKDKMIEDLMEQTNFIFLGSVILGIVSVGILSYAAVRTWNKWKQWNHQRELPQRPNDSVVDDEPE
DADEIPDGELCVICVSRRRVPAFIPCGHVVCCRRCASTVERELNPKCPVCLQSIRGSMRVYYS*                
>Atha_AT1G63900                                                                 
MIPWGGVTCCLSAAALYLLGRSSGRDAEVLETVTRVNQLKELAQLLELDSKILPFIVAVSGRVGSETPIKCEHSGIRGVI
VEETAEQHFLKHNETGSWVQDSALMLSMSKEVPWFLDDGTSRVHVMGARGATGFALTVGSEVFEESGRSLVRGTLDYLQG
LKMLGVKRIERVLPTGIPLTIVGEAVKDDIGEFRIQKPDRGPFYVSSKSLDQLISNLGKWSRLYKYASMGFTVLGVFLIT
KHVIDSVLERRRRRQLQKSCFCRVLDAAAKRAELESEGSNGTRESISDSTKKEDAVPDLCVICLEQEYNAVFVPCGHMCC
CTACSSHLTSCPLCRRRIDLAVKTYRH*                                                    
>Atha_AT1G79380                                                                 
MTMGNFLKRFGSGKSRSSRNMTLGTTSSQSHEPSPSDPSLSLADNTNATKKKYALIPDRFSSLDQVSKALREAGLESSNL
ILGVDFTKSNEWTGKTSFDGKCLHALGETSNPYEKAIFVIGQTLAPFDEDNLIPCFGFGDSTTHDEEVFGFHSDNSPCHG
FEEVLACYKRIAPNLRLSGPTSYGPLIDAAVDIVEKNNGQFHVLVIVADGQVTRGTDMAEGELSQQEKTTIDAIVNASSY
ALSIVLVGVGDGPWEDMRKFDDKIPKREFDNFQFVNFTEIMTRNSPESAKETAFALAALMEIPFQYQAAIELRLLGKQTG
LAKTIVPRPPPIPYTPPTNAELPSTASPASPEQTQSCPICLTNRKDVAFSCGHMTCGDCGSKISNCPICRVRITNRLKLY
T*                                                                              
>Atha_AT1G03365                                                                 
MSIVQKQEEMNGCGLNVDKVEAFTVSPQEKGRKNKRKLADPSQPNASSLTEFPPYELPSLKPQNHLSGNGSVGEVSNQLQ
VEVSESVEWDDPFACHLEELLSSNLLTLFLDTMKQLIDLGYTDDEVLKAVSRCRLYCGGNNLLSNIVNNTLSALKTGDEG
AGSGDYVFEDLQQLVSYTLVEMISLIKEVRPSLSTVEAMWRLLMCDLNVLQAFEAEGDGLVSSSKLSDSESLGAESNPPK
SSDPDNPKPPQSDPQSNRNEPLKFGNFPNTPNSKKTQSSGTTPGKEVCSGSTVSCQGMRSTSFTLVSDEKLVSCRKGRTK
KEIAMLRQKSCVEKIRTYSKGSGYKAAKFASVGSFLLEKRVKSSSEFVPRNSSSKITAEIGVKVSLAEDSGCFVRKNSKL
DSPVVVVDAKGYITALPARSVKSASKKKTGSESVTLIPSASEKKSDSSIPSTSEKKSGSESEEKASVSAKLAPDYYAGIP
YDAALGIYVPRDKKDELILKLVPRVNDLQNELQVWTDWANQKVKEATGRLLKDQPELKALRKEREEAEQYKKEKQLLEEN
TRKRLSEMDFALKNATSQLEKAFNTAHRLELEQSILKKEMEAAKIKAVESAESFREAKERGERSLKDIHSWEGQKIMLQE
ELKGQREKVTVLQKEVTKAKNRQNQIEAALKQERTAKGKLSAQASLIRKETKELEALGKVEEERIKGKAETDVKYYIDNI
KRLEREISELKLKSDYSRIIALKKGSSESKATKRESLGMPKVKRERECVMCLSEEMSVIFLPCAHQVLCFKCNQLHEKEG
MMDCPSCRGTIHRRIQARFARSG*                                                        



>Atha_AT1G55250                                                                 
MENQESDEPMQKKPHLLDSVSPNSMARNSSPSHPIAKSVSFFDCDFSLLCLRLVDYEIDVDATVLQLQNQKLVQQLDLQK
KQLYDVESKIQELQLNQTSYDDELISVNQLWNQLVDDLILLGVRAGANQEALNYLDIVDKKRVPPCAADETFLCRLLQVD
SLDTSKSDEVVRKVEEALALRHSSTMELMGLFENTIDTQKTKAESISQSLHAVKSTEDATIQLSSINDLMKEESKNLREM
IDALHVRHKEHSEQIQAYISSHSTDQSELKHLKGQLEEIKAELEENRRKLITLKMQKDAACEGHVTSPAIANGSLSPEKP
VDKTKLRELKDSIDEIKIMAEGRLSELQASQEYNLSLSRQCQDIENELKDDQYIYSSRLYSLINDRIHHWNAELDRYKIL
TEAIQAERSFVMRRDKELNLRAESLEAANHKTTTVGSRIEVLEKKLQSCIIEKNGLELETEEAIQDSERQDIKSEFIAMA
STLSKEMEMMEAQLKRWKDTAQDALYLREQAQSLRVSLSNKADEQKGLEDKCAKQMAEIKSLKALIEKLLKEKLQLQNLA
SICTRECNDDRGLAEIKDSQRKAQAQAEELKNVLDEHFLELRVKAAHETESACQERLATAKAEIAELRTQLDLSEREVLE
LKEGIKVKEQEAEASIAEMETIGQAYEDMQTQNQHLLQQVAERDDYNIKLVSESVKTKHAYNTHLSEKQVMEKQLHQVNA
SVENFKARIAHNEEQMKGCFSEAYKLIQEDRHLVISLETTKWEVADADKEFRWLKSAVSSSEKEYEQISRRTDDIKLELD
DERREKKKLEEELMELNKELEELGSESVEAAIVRLQEEVKNCKNILKCGVCFDRPKEVVIVKCYHLFCQQCIQRSLEIRH
RKCPGCGTAFGQNDVRLVKM*                                                           
>Atha_AT1G62370                                                                 
MSQLGDLLRESEDGTRSERTMMMSLLEEDQINGGDRTMSKWTTLKQRLRFDWVGCCGKPLTLRLRQAETPIVVDDDDDEE
ESQNQVVDFSDPGTGTELDCLTRGSTRNLAEALAEERLAHVTEEETAVTKVPLMRLLAESDGCDSTTTWLGNDPLCCVCM
GREKGAAFIPCGHTYCRVCSREIWMNRGTCPLCNRSIFDVLDLY*                                   
>Atha_AT1G67800                                                                 
MLEVLQAIVLFILFWVWLSWMGGSSSKESPRGGGSGRRYERSVSGSSSYSSAWDQSSYYQTPNHPSASPVSSYNSGRQTP
KNLERKYSRIADNYRSIDEVTAALSHAGLESSNLIVGIDVTKSNEWTGARSFGRKSLHFIGTTPNPYQQAISIIGKTLSV
FDEDNLIPCYGFGDATTHDQDVFSFNPNDTYCNGFEEVLMCYREIVPQLRLSGPTSFAPIIERAMTIVEESGGQYHVLLI
IADGQVTRSVDTDNGGFSPQEQQTIDAIVRASEYPLSIVLVGVGDGPWDTMRQFDDNIPARAFDNFQFVNFTDIMSKNID
PARKEAEFALSALMEIPSQYKATLELGLLGQRTGHCPDRIALPPPTYATQSMRNSPRTSRSTSFQNKPYDNGVSSTPPST
THNESQQQFCPVCLVSAKNMAFNCGHQTCAGCGEDLHVCPICRSSISVRIKLY*                          
>Atha_AT1G59560                                                                 
MIHLAGFTCCLGGVALYLLTRSTGRDIKSITRVYQLKDLEQLVEVESKVVPLIIAVSGDVGSETPIKCEHSYVLGVFLKR
TAEQQVLRRNWRFSWVRNSTLMQPMTKEVPWYLDDGTGRVNVDVSQGELGLALTVGSDVFEKAEPVSLVQGALGYLKGFK
ILGVRHVERVVPIGTPLTVVGEAVRDGMGNVRIQKPEQGPFYVTYIPLDQLISKLGDLSRRFKYASMGLTVLGVILISKP
VIEYILKRIEDTLERRRRQFALKRVVDAAARRAKPVTGGGTSRDGDTPDLCVVCLDQKYNTAFVECGHMCCCTPCSLQLR
TCPLCRERIQQVLKIYRH*                                                             
>Atha_AT1G68820                                                                 
MLVQRRVMSWRRVWKSFQAASAHCLLFSFTLLLALKLDHVVSHSWWFVFAPLWLFHAVIARGRFSLPAPSMPHDRHWAPF
HSVMATPLLVAFEILLCVHLEDKYVVDLKIVFLPLLAFEVAILIDNVRMCRTLMPGDEETMSDEAIWETLPHFWVSISMV
FFIAATTFTLLKLCGDVAALGWWDLFINFGIAECFAFLVCTKWSNQSIHRYSHIPEPSSSSMVVRYLDWNRGLVVTADDE
HQQSNRICGLQDIGGHVMKIPFVTFQIILFMRLEGTPASAKNIPILVLFVPLFLLQGAGVLFAMYRLVEKSVLLINSGSG
SYGRYFTATSSAREFLGFFQHGARLLGWWSIDEGSREEQARLYSGEATGYNTFSPEVVKKMPKSDLVEEIWRLQAALSEQ
TDITSYSQQEYERLQNEKILCRVCFEDPINVVLLPCRHHVLCSTCCEKCKKCPICRVLIEERMPVYDV*           
>Atha_AT3G09770                                                                 
MGNISSSGGEGRRRRRRNHTAAPPPPPPPPSSSLPPPPLPTEIQANPIVFAAVTPYPNPNPNPVYQYPASYYHHPPPGAM
PLPPYDHHLQHHPPHPYHNHSWAPVAMARYPYAGHMMAQPTPYVEHQKAVTIRNDVNLKKESLRLEPDPDNPGRFLVSFT
FDATVSGRISVIFFAKESEDCKLTATKEDILPPITLDFEKGLGQKFKQSSGSGIDFSVFEDVELFKAAADTEIYPLAVKA
EAAPSGGENEEEERSGSKNAQITQAVYEKDKGEIKIRVVKQILWVNGTRYELQEIYGIGNTVEGDDDSADDANDPGKECV
ICLSEPRDTTVLPCRHMCMCSGCAKVLRFQTNRCPICRQPVERLLEIKVHGNNGSGNNTGQGETVEQE*           
>Atha_AT3G25030                                                                 
MIQMDGGDRLRVTLLDRMSTVESSRSCLTLEAILMADKNRTSPQILSPPPSRSQSNRSLVEVMQREHRHSRDKTAWKSLR
EKLRLKRNGSVWISSNSIPSLDTPIPNRDNVSHQLGFLLSNSGNVTEEASSVEGRIRLGAVLAEERALSAREEETPAERE
VEPARMSLMELLEENEGQMSFVSVDGEAEEEVAAVTAAEISCCVCMVRSKGAAFIPCGHTFCRLCSRELWVQRGNCPLCN
TTILEVLDLF*                                                                     
>Atha_AT3G12920                                                                 
MAVEAHHLNPLFSSNREMIHPVEASGVVYNTQMRYGTVPTFNPTVECQTSLFNPIYNISPVDRLVHQSMKPTIQSVDSSL
TFNSDNNVDFLRPVSSRKRSREESVVLNPSAYMQIQKNPTDPLMFLGQDLSSNVQQHHFDIDRLISNHVERMRMEIEEKR
KTQGRRIVEAVEQGLMKTLRAKDDEINHIGKLNLFLEEKVKSLCVENQIWRDVAQSNEATVNALRSNLQQVLAAVERNRW
EEPPTVADDAQSCCGSNDEGDSEEERWKLAGEAQDTKKMCRVGMSMCRSCGKGEASVLLLPCRHMCLCSVCGSSLNTCPI
CKSPKTASLHVNLSS*                                                                
>Atha_AT3G24800                                                                 
MAETMKDITMKNDESQEEEIPDQFLCCVCLELLYKPIVLSCGHLSCFWCVHKSMNGFRESHCPICRDPYVHFPSVCQKLY
FLLKKMYPLAHKKREEQVLKEEQERECFSPQIDLVLDLSVCSGDSLNVSDKQKVEECSNAANLLSSSSSRGDIPCIPKNQ
EPTDAKALNVHENELLKDNKVSKQISKDDLLCSACKELLVRPVVLNCGHVYCEGCVVDMAEESEKIKCQECNVCDPRGFP
KVCLILEQLLEENFPEEYNSRSSKVQKTLAHNSKGNIQSYLKEGPSLSNDNNNDDPWLANPGSNVHFGAGCDSCGVYPII
GDRYRCKDCKEEIGYDLCKDCYETPSKVPGRFNQQHTPDHRLELARSPQVLINFNSIGILLGPVISNEGMDTDEGEEGPP
GSSNESSSTE*                                                                     
>Atha_AT3G48070                                                                 



MISDSITNASATSAPTARDFGKKKRTNRSAKLKQSKLGLRREQWLSQVAMINKGDKEEMESNRRIGSEKPDQRDLPRPVE
NLDEDNNGTHRHESFIESLSNSPNSILSGMNSIPNFSSSSSSGSGGSCSGNITEEEDADDDGCLDDWEAIADALAADDEK
HEKENPPESCQEHEDIKQSALIGGADVVLRDAKADSQRRKQKSNQAWRPDDKLRPQGLPNLEKQRSFPVMNLHFSSVTVV
PSSCPICYEDLDLTDSNFLPCPCGFRLCLFCHKTICDGDGRCPGCRKPYERNTIKFEASVQGGGLTIRLARSSSMFCRVV
CEYIRWYTNFKYIKVAISLFLIACENLAYL*                                                 
>Atha_AT3G07120                                                                 
MSALKSRSNSLAGLSLDAVLGGEILIEPPSLPSPPPLPSKSLVPHRPTSQTLFDIIREEYAKEGHKDRTTWQIFREKLRL
KRTGSAWTSSLHIPASDILIPNPKHIGTAFRSHSAGLNIRDLVHAIPMSDPPGSSGRAMFTRGSSMRVGSSKNPDDSPDI
SVLEDGPPSRSFKPQLSRHDSVRDHSEGEENNRRRHPIVTFVEERQMSAREAVAAQEAAEAEAAAAGGSEDEDDDDEEDD
SGETEEMKSSSASEPKQTMSLMDLLEETDRQMGLTGSRYAMDEDEEYEEDEEDENNEEEGDSHGGGEGELSCCVCMVKIK
GASFTPCGHTFCKLCSKELMAQKGHCPVCSSFVLEFLEIF*                                       
>Atha_AT3G01650                                                                 
MGGGNSKEESSSPSSSSWASHQSYPQYGPDSYNYPPPPTYAPAPSPAPAPAPVPAPSPASSYGPQYSQEGYASQPNNPPP
PTYAPAPSPASSYGHQYSQEGYASAASQPNYPPPPSQSQVADRKKFDRRYSKISDNYSSLLQVSEALGRAGLESSNLIVG
IDFTKSNEWTGAKSFNRKSLHHLSNTPNPYEQAITIIGRTLAAFDEDNLIPCYGFGDASTHDQDVFSFYPEGRFCNGFEE
VLARYREIVPQLKLAGPTSFAPIIEMAMTVVEQSSGQYHVLVIIADGQVTRSVDTEHGRLSPQEQKTVDAIVKASTLPLS
IVLVGVGDGPWDMMQEFDDNIPARAFDNFQFVNFTEIMSKNKDQSRKETEFALSALMEIPPQYKATIELNLLGVRNGNIP
QRIPLPPPVQSGSSFSSSRIPNFEPSVPPYPFESKQMSSADDIQLCPICLSNPKNMAFGCGHQTCCECGPDLKVCPICRA
PIQTRIKLY*                                                                      
>Atha_AT3G53410                                                                 
MGNVISGGSRPENHRDRTSPPYPNPNAQYQGNYPSPYQDCARYPYGEMASPVQYVEHQEAVTIRNDINLKKETLRLEPDE
QNPGKFLLSFTFDASVPGSITVMFFAKEGKDCNLIATKEDLFPSTQVSFAKGLEQRFKQACGTGIDFSDMSEADLVEANE
TDVYHVAVKAEVVSEDDHPESGTPNRQITHVVLEKDHKGEYKARVVKQILWVNGNRYVLQEIYGIGNTVDDNGEDANERG
KECVICLSEPRDTTVLPCRHMCMCSGCAKLLRFQTNLCPICRQPVDRLLEITVNNNDRN*                    
>Atha_AT3G06140                                                                 
MGISFSNNNRRRDNNNRRHLHHYPPPPPYYYLDPPPPPPPFPPHYDYNYSNYHLSPPLPPQPQINSCSYGHYHYHPQPPQ
YFTTAQPNWWGPMMRPAYYCPPQPQTQPPKPYLEQQNAKKVRNDVNVHRDTVRLEVDDLVPGHHLVSFVFDALFDGSFTI
TFFAKEEPNCTIIPQFPEVYSPTRFHFQKGPGQKFLQPSGTGTDLSFFVLDDLSKPLEEDVYPLVISAETIISPNSISEQ
SSVHKQVTQAVLEKDNDGSFKVKVVKQILWIEGVRYELRELYGSTTQGAASGLDESGSGTECVICMTEAKDTAVLPCRHL
CMCSDCAKELRLQSNKCPICRQPIEELLEIKMNSSDEQH*                                        
>Atha_AT3G23280                                                                 
MGQQQSKGELLYQQVSYGNSEGIRALHRDGGDLEWMDREGKTPLILACMNSELFDVAKTLIELGSNVNAYRPGRHAGTPL
HHAAKRGLENTVKLLLSHGANPLVLNDDCQTPLEVARVKGFSNVVRAIEKHICLFSGWMREFYGPTFLDLFAPQLLSRRV
WVVIVPTGSRNPTKPFKLELVVYASLQDAQPRTVMPLWKANLEEPKAKQSDTSVMIVDNSTIPSRRMKKRRVCASHGRRR
PQVVRQTRLKFAPSTEGDSQQLKWFCDACKGIPQPMHPPVFLQAPPSAPPPPSEDGLAMGMNASLHTTMSDPSNLNHHSI
GQASSSSGPSSSTAPPSGKASAFGFNSHGIGIVLESSPSAPPLTDDDIATVDDGPIHYPSIDSTPVDLPSAASLPASTEG
ERKEDGNTGTCAICLDAPSEAVCVPCGHVAGCMSCLKEIKSKNWGCPVCRAKIDQVIKLYRV*                 
>Atha_AT3G28880                                                                 
MEKFVLSYLPLVPYRYYARNRGNLSFDFTEMFDSYSLYPTGKLSPVVDSYVTAELDGEDMRDDYAFLESGLKDNKSQFIS
YAKRILVGEDAESERIEDLKLLTACCSYDSINCASSIINGDVGSVPYINDICSDTGLSLLHTAAESHAPLCVEMLLKRRA
RTDMRSKDERALIPLELSLSNVRLIVLLGDKDLTVVKLLAEKTKEVDVVAYAYAKAGEIVSLTALLIVASGKIREATVAL
RDDDDDDSVAKRERKTIYEAVIQEALRSNSLTQSVCSEKRMVLLREIELLQLFGAAVFSESVDKQTSPLISIVQAGDEAV
LELFINTNFDVNEKNIEGNTVLQCSLKGSSVPHNQQTRIMNLLIAHGARVNQKNKLGLSAVHFAAANGNLSTLEILLAAN
PDLVNMKTVIKETPLFFAVKNNHLDCVELLLRCGAITEIHNLRKETELAQSQSAAVSPNASDEETLGFLGDSVPTWLKTF
VTWLPLYLRDTSANWKGAGYPLSSFKADFRAVFGMDLDHTSLDFPKHIDFVKYFPRLCQMKVVPIGKLGAATHWVMLPTK
SKCSQLKERPPEPLIITKNDSVASPSKPKALSVPPDFKFIQEAHDSKTFKASPQPKAQPPPPLTASYNNNQRQLKHPVLE
TLTKIRNSTSVFFLREFDFYQSYETCLKEGMCFWCNKNMIRWANFPCRHKLWCSSCKQQITQSTSGEKILEEDHHKCVVC
DAKVERFVLSPPFESGHHRILSDRPNNAELATSFLQFLSIRNSMNKMIYRGI*                           
>Atha_AT3G47160                                                                 
MAKVSFKDSLKALEADIQHANTVLSNELGDEVIFRALDYPREKDGARVQMRLSYTPAAQFLLFLVQWTDCHLAGTLGLLR
VLIYMTYADGKTTMSVYERKTSIKDFYAVIFPSLLQLERGITDLDDRKQKEVCKIRYRNKDETEKVKLSEIDIEREEECG
ICMEMNNMVVLPNCTHSLCIKCYRDWHGRSESCPFCRDSLKRVNSGDLWMLMEKSDTVNMYTIERENKKRLFVYIEKLPL
VVPDQVFASSPYDCHVK*                                                              
>Atha_AT5G19080                                                                 
MGISLSKRRRDNNNNHHHPHHNPPYYYSDPPPQQPPPQNGYSYSHNYPVSTPQLSLPPPPAQPPSSSQPPPSQISYRPYG
QNYHQNQYYPQQAPPYFTGYHHNGFNPMMRPVYFGPTPVAVMEPPAPYVEHQTAKKVKNDVNVNKATVRLVADDLNPGHY
LVSFVFDALFDGSFTIIFFGEEESKCTIVPHLPEAFPPIKVPFQKGAGQKFLQAPGTGIDLGFFSLDDLSKPSPEEVYPL
VISAETVISPSSVSEEPLVHKQITQAVLEKTNDGSFKVKVMKQILWIEGERYELQELYGIDNSITQGTAASGLEDTGGKE
CVICLTEPKDTAVMPCRHLCLCSDCAEELRFQTNKCPICRQPIHELVKIKVESSDEQH*                     
>Atha_AT5G47050                                                                 
MAVQAHHHPSTLFFLNNGQEGNDQPHKSQFHSINAGVDTRKRAREVSSVIDLDITAAPMNPPPQTPPQVIGRRQNPNVVS
TGLRLSREQSQNQEQRFLSFPITGDVAGEIKSQTDELNRFLQIQGEQLKRMLAENSERNYRELLRTTEESVRRRLREKEA



EIEKATRRHVELEARATQIETEARAWQMRAAAREAEATSLQAQLHQAVVVAHGGGVITTVEPQSGSVDGVDEAEDAESAY
VDPDRVEMIGPGCRICRRRSATVLALPCRHLVMCTECDGSVRICPLCLSTKNSSVEVFYS*                   
>Atha_AT5G01450                                                                 
MSLPDSLPSSSSSPPVTREETGFHRFEHHGNDSGFDHRDRPPWNRSEYDYRHGSVVASENVRNNSTSEDPWSCVVVVATF
CIFVSMTLILGLYGTTNVWLGPNSSFLIKPTSVFVQNVIVEELGNKGSGLILYGLNQAPQLDVLTKWSEVHYLAVPNDSY
KYWIQYLNKGSRVKVSYNVESVGSSLYLVIAQGVDGLSEWVQDPTRPDTTLSWHIISDSGYIEQDITKSSSYYVAVGNVY
LNEVKATIDIQVEGVLYDTTNAYYNCSFPNDKCTLSVPLFGTNAAVLTSPGPKLNNSKNEFCAKLSYEPRWIAYIVCMGV
VTALLLIVSSLFNKRQPVTEDETVDENDDVAPLIPGKDDDNSSWCSSYSSILTSTEELEGAHGEGHSSTRYLCAICYDAP
RDCFFLSCGHCVACFQCGTRIAETSGFCPVCRKKIRKVKKIFNV*                                   
>Atha_AT5G07270                                                                 
MGNSFGCSASGERLVSAARDGDFVEAKMLLDCNPCLAKYSTFGGLNSPLHFAAAKGHNEIVGLLLENGADVNSRNYCGQT
ALMQACRYGHWEVVQTLLLFRCNVTRADYLAGRTALHFAAVNGHARCIRLVLADFLPSDKLNSLPETGVVTAKNKSEQSA
LSKFVNKAADGGITALHMAALNGLFDCVQLLLDLEANVSAVTFHYGTSMDMIGAGSTPLHYAACGGNLKCCQILLARGAR
KMTLNCNGWLPIDIARMWSRHWLEPLLSPNSDVVIPAFPHSNYLSLPLLSILNIAREFGLQSATIGDEVDICAVCLERTC
TVAAEGCEHQLCVRCALYLCSSSNVPSVTVGPPGSIPCPLCRHGITAFKRLPSSLTREMKLPMSLGFCAPCMLHTGDTTD
QSSPTCPPTEQRSSKTRAASVSSDIFCPVTCSPFPSVNIPMCTCNEGTCPNFETHGTERHSEEHVESSPSRTTTEQEKIE
EGQRLGKTTTCSSMFWGRRSCSRENQCNSEINA*                                              
>Atha_AT5G58787                                                                 
MAKLSFKDSLKALEADIQHANTLALDYPREKDGARVQMRLSYSPTAQFFLFLVQWTDCKLAGFLGLLRVLIYMTYADGKT
TMSVYERKASIREFQAVILPSLSQLQRGVTDIDDSKQKEVCKMRYRKKDESEMSEIEIEREEECGICMEMNSKVVLPNCT
HSLCIKCYRDWRGRSQSCPFCRDSLKRVDSGDLWMFLDQNDTVNLTAIARENQKRLFMYIEKLPLVVPDQVYASSPYDFH
VR*                                                                             
>Atha_AT5G04460                                                                 
MTSIQPLLQKSESRDDVRAEFERGLEEFMRGHLDECISFGSCSSVHNPEDEDNEDDQLVRRRRRSELEGDNLAESSAARR
RQSQILSRWAARQAQEMITTIERRNRESELIALAGLQTVSMLDSSFLRESQSQSPSSRRQGAASERPNTQASGILQMWRE
LEDEHVLNRARERVRERLRQQRSVESNTNLSSSIASESQLSENNGSLRDSSESENDFGSWSHDRNEHGDNNNTSSREQSP
DLGDGERERVRHIARGWMDSRINDHSSNVRQRDDNRRPEWLGDTERERVRIIREWMQMTSQQRGGARATPREDQRSTSEA
DRNHDAAPQVDRVRVGLAVNHEEGQPPHVRRDLRRVRGRQALLDLLMRAERERQRELQGLLEHRAVSDFAHRNRIQSLLR
GRFLRNERPTVPERTPSMASRELLQLRERQTVSGLREGFHNGRENIVHENTSNTDNDNSNTSTNALAIAITAGNSQRVTD
ESSTSSRQGNDSPILPDNSESNLANADRDWEEDTNQRRIWQENVPVDERPNLEQTTLTQFDGYDNTDINRDETSVSDMHR
EASGFADDEYRTQEAHGVWHENSSRQSDGNWPGTRSEALRSRRVVQLRRLNRFHPPEDDNVYSMELRELLSRRSVSNLLH
SGFRESLDQLIQSYAERRGHTHVDWDLHANLQTAIPDSPERDTDHQVFVRNDNQLNGINGSQLLPTPPAPPPQPIWHQDL
HHTSWSRHSMHRSEIEWEVMNDLRGDVARLQQGMSQMQRMLEACMDMQLELQRSVRQEVSAALNRSAGDQGMSAETSEDG
SRWSHVSKGTCCVCCDNHIDALLYRCGHMCTCSKCANELVRNGGKCPLCRAPIIEVIRAYSIL*                
>Atha_AT5G03200                                                                 
MGNLISLIFCCGRRQRSNIPPAMETAPLELPPNRFVFAAVPPYLNPNPNYVDQYPGNCLPPPVTEPPMLPYNFNHLHHYP
PNSYQLPHPLFHGGRYPILPPPTYVHQKAVTIRNDVNLKKKTLTLIPDPENPNRLLVSFTFDASMPGRITVVFFATEDAE
CNLRATKEDTLPPITFDFGEGLGQKFIQSSGTGIDLTAFKDSELFKEVDTDVFPLAVKAEATPAEEGKSGSTNVQITQVV
YTKEKGEIKIEVVKQILWVNKRRYELLEIYGIENTVDGSDEGKECVVCLSEPRDTTVLPCRHMCMCSGCAKALRFQTNLC
PVCRQPVEMLLEINKNG*                                                              
>Atha_AT5G23110                                                                 
MDSLLLEDFGQKVDLTRRIREVLLNYPEGTTVLKELIQNADDAGATKVRLCLDRRVHGSGSLLSDSLAQWQGPSLLAYND
AVFTEEDFVSISRIGGSGKHGQAWKTGRFGVGFNSVYHLTDIPSFVSGKYVVLFDPQGAYLPNISAANPGKRIDYVGSSA
LSQYKDQFLPYCAFGCDMRSPFNGTLFRFPLRNTEQAASSRLSRQAYFEDDISLMFDQLFEEGVFSLLFLKCVLSIEMYT
WDDGDSEPKKLYSCSVSSPNNDTVWHRQAVLRLSKTSISGDREMDAFTLEFLSESEKGNQTKRRTDRFYIVQTMASASSK
IGLFAATASKEYDIHLLPWASVAACISDDSSENNILKLGHAFCFLPLPVRTGLTVQVNGYFEVSSNRRGIWYGEDMDRSG
KVRSAWNRLLLEDVVAPSFARLLLCLREVLDSRDSYFSLWPSGSFEAPWSILVEQIYKNICNAPVLFSDLDGGKWVSPAD
AYLHDEEFSGSKDLGDALLQLEMPIVCLPRLVFDMLLKHPSFLLPKVVTPDRVRNFLKECKTLSALKKSLKLVLLEYCLD
DLTDDSVCTQASNLKLLPLANGDFGFFSGRTGSVSYFICDELEHMLLQKVYDRVIDKNIPPPLYTRLFAIAESRTANVAI
FSIHNLLQLFPRLVPAEWKHRSKISWHPESNRDHPSSSWFVLFWQYLDKRCQSLSLFCDWPILPSTSGYLYIASPQSKLI
NAEKLPAAVRNVLEKIGGKILNNNIKVEHSDLSSFVSDASYTGVLESIFDAASSDLDGVQNLIYDLNAQEKDELRSFLLD
PKWHIGHQIGDLYLRICKILPIHRIYGETSAQESKYSDLVNPPKHLPPLDVPACLLGCEFILCCQGSEEDVLSRYYGIER
MRKSNFYRQNVFNRIEVLQPEIRDQVMISILQDLPQLCLEDRLLREELQNLEFVPTVNGPLKRPSVLHDPRNEELYALLE
DSDCFPASGFQGSAILDMLQGLGLKTTVSPETILESARLVERLMHKDLEKAHSRGKVLFSFLEVNAVKWLPDQSSEDDGA
INRIFSRAATAFRPRNLTCNLVKFWSELKMICWCPVLVSAPFQTLPWPVVTSTVAPPKLVRPKTDMWLVSASMRILDGEC
SSTALAYNLGWLSHPGGSAIAAQLLELGKNNEILIDQVLRQELALAMPKIYSILARLLGSDEMDIVKAVLEGSRWIWVGD
GFATLSEVVLDGPLQLVPYIRVIPTDLAVFRGLFVELGVREFLTPSDYADVLCRIAVRKGTSPLDPQEIRAAVLIAQQLA
EAQFLDKVTIYLPDVSGRLFPSSDLVYNDAPWLTASDNLNSSFSAESTMLLNAKRTMQKFVHGNISNEVAEKLGVRSLRR
VLLAESADSMNFSLSGAAEAFGQHEALTTRLKHILEMYADGPGILFELVQNAEDAGASEVTFLLDKTHYGTSSLLSPEMA
DWQGPALYCFNNSVFTQQDMYAISRIGQASKLEKPFAIGRFGLGFNCVYHFTDIPGFVSGENIVMFDPHANHLPGISPTH
PGLRIKFAGRYILDQFPDQFAPFLHFGCDLEHTFPGTLFRFPLRNASVAPRSHIKKETYAPEDVLSLFTSFSGVVSEALI
FLRNVKTVSIFTKEGAGHEMQLLHRVCKDHNVGQDTEPKPSSQVFSLLDENIFAGMNKDQLLKKLSNTVVKDLPYKCQKI



VVTEQDSSGCILHGWITGECLNAGVSKKNLNLPEMSHKLIPWASVAVHINSVKNENVEDLAASISNIFGPSTISIQNRRN
FGGRAFCFLPLPITTGLPAHINAYFELSSNRRDLWFGNDMAGDGKVRSDWNLYLIEEVVVPAYGHLLEKIASELGPCDLF
FSVWPVTLGTEPWASLVRKLYSFIANNGLRVLYTKARGGQWISTKQAIYPDFSFPKADELVDVLADAGLPVINISKTVAE
RFGEACSSLHLMTPQLLRTLLTRRKREFRDRNGLALALEYCLLDLKVPFLADLLYGLPLLPLADGSFTTFNKNGTAERIF
FAEEIGYELLKDSLPHQLVDREVPEGVYSKLLAVAQSGESCICLLSCNLLEKLFFKLLPADWHLSEKILWTPGQRGHPTV
EWIRVLWSYLKLSCDDLSVFSKWPILPVEDGCLMQLILNSNVIRDDGWSENMSSLLLKCGCRFLNRELPVEHPQLETFVQ
PPTATGILNALLAISGGHENIKGIFLNVSEGELHELRNFILQSKWFSGGHMNEVHFETIKHLPIFESYRSRKLVSLNCPV
KWLKPDGIREDLLDDDFVRLDSERERTIFKRYLQIKEPSKMEFYKACVLNRMSEFLSQQEALLAILHDLNDLVVADVSLQ
CAISTTPFVLAANGLWQQPSRLYDPRVPALQELLHKEVYFPSEKFSDSKILDALVGLGLRTTLDCSTYLDAARSVSMLHD
LGDLEASRYGRRLLFHIKTLSIKLSSKTGEANHDESQNIMSITSEDSFDGETYPEYETETSYLGSLLTQQSEDEFWCQLR
SIPWCPICLDPPIEGIPWLESSNLVASPDRVRPKSQMFLVSATMHLLDGECQSSYLHQKLGWMDCLTIDILCRQLIEISK
SYKEQKSRSSVNPEFESMLQSQIPLLYTRLQELSRENDFLALKSALSGVPWVWLGDDFVSADVLSFDSPVKFTPYLYVVP
SELSDFKELLLELGVRLSFDAADYMNTLQHLQNDIKGSQLTDEQINFVLCVLEAVADCFSEVSSDSDNNSVLVPDSAGFL
VPLEDLVYNDAPWVDSSSLSGKRFVHPSINSDMANRLGIQSLRCISLVDNDITQDLPCMDFTKLKELLSLYASKDFLLFD
LLELADCCKVKKLHIIFDKREHPRKTLLQHNLGEFQGPAIVAILEGVTLTREEICSLQLLSQWRIKGETLNYGLGLLSCY
FMCDLLSIVSGGYFYMFDPQGATLSASTTQAPAGKMFSLIGTNLVERFSDQFNPMLIGQDKAWSLTDSTIIRMPLSTEIL
KDGFEAGLDRVKQISDQFLENASRILIFLKSVSQVSFSTWEQGNAQPHQDYTLHIDSASAIMRNPFAEKNLKTSKLSRIF
GSSNSGVKSRIIEVNLHIGENKLLDRWLVVLSKGSGQSQNMARGRKYLAYNLTPVAGVAAHVSRNGRPVDVHAASPIMSP
LPLSGSVNLPVTILGCFLIRNNCGRFLFKNKNERAMSEPQLDAGDILIDAWNKELMSCVRDSYIEIVVEMERLSREHSSS
STESSTARQLALSLKAYGHQLYSFWPRSNQHDDAIEAEVLKPEWECLVEQVIRPFYARVADLPLWQLYSGSLVKAEEGMF
LTQPGSEVAVNLLPLTVCSFVKEHYPVFSVPWELLAEVQAVGIPVREVKPKMVRVLLRKSSASIDLRSVDTFIDVLEYCL
SDIQFIEALNPEEANMDEGNSTSTSSSMSTQAQAGSSDAFEMMTSLGKALFDFGRVVVEDIGRTGDSIGQRISNNRYSNA
DPRFLSAVNELKGLPCPTATNHLARLGISELWLGNKEQQALMLPVSARFIHPKVFERSSLADIFLKSSVQAFLKLRSWSL
PLLASNMKYLFHDHWVSYISESNSVPWFSWESTSSSSDDSGPSPEWIQLFWKNFNGSADELSLFSDWPLIPAFLGRPILC
RVRERHLIFFPPPALQPVSRSGTDMHQTDSDISTTSVSGGPLSELTQRYVSGFDLAQSKHPWLILLLNQCNIPVCDTAYI
DCAERCKCLPSPSVSLGQAIASKLAEGKRAGYIADIASFPTFGRDELFTLLANDFSSSGSSYQAYELEVLSSLPIFKTVT
GSYTHLQRHGLCIISGDSFLKPYDECCFCYLPDSVECHFLQALGVTVLHNHQTLVRFGLAEFESRSQSEREDILIYVYGN
WLDLEVDSDVIEALREAKFVRNSDEFSSELSKSKDLFDPSDTLLVSVFFGERKRFPGERFSSEGWLRILRKAGLRTAAEA
DVILECAKRVEFLGNERNRSSEEDDFETDLVHSEKDISVELSTLAGSVIEAILLNFAGFYSTAFCNTLGQIACVPAESGF
PSLGGRKGGKRVLTRYSEAVLLRDWPLAWSSVPILSTQRFIPPGFSWTALRLKSPPIFSTVLKHLQVIGRNGGEDTLAHW
PNDPNVMTIDVTSCEVLKYLEIVWDSLTTSDILELQKVAFLPAANGTRLVGASSLFVRLPINLSPFAFELPSLYLPFLNI
LKDLGLNDVLSVAAAKDILSKLQKLCGYRRLNPNELRAVMEILHFLCDEINTTKPPEINTIKSDVIVPDDGCRLVHALSC
VYVDSFGSRYVRYIDTARLRLVHPLLPERICLDLGVRKLSDVVIEELENAEHIETLDNIGSISLKAVRRKLQSETFQAAL
WTVSRQATTVDDLSFEVMQHSLQSAAEKIGFVRNIYTRFLLLPNSVDVTFVAKESMIPEWENESHHRTMYFINRHRTSIL
VSEPPGYISFLDVMATVVSEVLGFPTSLPIGSLFSCPEGSETEITAYLRLCSYSLTNTGTADSSVGQEIMPQDAVQVQLH
PLRPFYKGEIVAWKIKQGDKLRYGRVPEDVRPSAGQALYRLKVEMTPGETGLLLSSQVFSFRGTSIENEGPSTLPEVLPA
VSDKKSQEISESSRTNKTSSSQPVNEMQLGRVTAKELVEAVHEMLSAAGINMELENQSLLQRTLTLQEELKDSKVAFLLE
QERAEASMKEAETAKSQWLCQICQTKEVEVTIVPCGHVLCRHCSTSVSRCPFCRLQVNRTIRIFRP*             
>Atha_AT5G45100                                                                 
MAVEARHMNLFSSQYITNRECVKSQTNMNNGQQIAGGGFPVTIGDRNLQYIDPINSFNKSESELTAISKRQRDSTFDSDA
LIASQKRRAIAFSPASLIDAELVSQIQQQNSEIDRFVAQQTETLRIELEARQRTQTRMLASAVQNAILKKLKAKDEEIIR
MGKLNWVLQERVKNLYVENQIWRDLAQTNEATANNLRSNLEQVLAQVDDLDAFRRPLVEEADDAESSCGSCDGGDVTAVV
NGGCKRCGELTASVLVLPCRHLCLCTVCGSSALLRTCPVCDMVMTASVHVNMSS*                         
>Atha_AT5G14420                                                                 
MGTGNSKENWRQSSFRSTSASSASPSSSSWASQQSYPQYGAESYNYPPPPSYAQPPEYTQPPPPLYSTQPYSAPSYSAPP
SQSYGSDNKKRLERKYSKISDDYSSLEQVTEALARAGLESSNLIVGIDFTKSNEWTGARSFNRKSLHFIGSSPNPYEQAI
TIIGRTLAAFDEDNLIPCYGFGDASTHDQDVFSFNSEDRFCNGFEEVLSRYKEIVPQLKLAGPTSFAPIIDMAMTIVEQS
GGQYHVLVIIADGQVTRSVDTENGQLSPQEQKTVDAIVQASKLPLSIVLVGVGDGPWDMMREFDDNIPARAFDNFQFVNF
TEIMAKNKAQSLKETEFALSALMEIPQQYKATIELNLLGRRNGYIPERFPLPPPMRGGSSSYNSPKPSRLPSFKPSVPPH
PTEGYHVRSSPVPPPTSSASDNQLCPICLSNPKDMAFGCGHQTCCECGPDLQMCPICRAPIQTRIKLY*           
>Atha_AT5G63970                                                                 
MNMSNKRNQQPSYIADHFSSLDQVITSLREAGLESSNLILGIDFTKSNEWTGRYSFNRKSLHAIGKRQNPYEKAISIIGR
TLSPFDEDDLIPCFGFGDVTTRDQYVFSFYPENKSCDGLENAVKRYREIVPHLKLSGPTSFAPVIDAAINIVEQNNMQYH
VLVIIADGQVTRNPDVPLGRLSPQEEATMNSIMAASHYPLSIVLVGVGDGPWDTMKQFDDNIPHREFDNFQFVNFTKIMS
EHKDAAKKEAAFALAALMEIPFQYKATLSLNRKPVRSSHQHHKPLPPPPEVIERDNAVRSVPNQMTETAEKSDRLAPSTV
PVCPICLTNPKDMAFSCGHTTCKECGVVITTCPLCRQPITTRIRLYT*                                
>Atha_AT5G62910                                                                 
MITDSITNASATSAPRDSGKKKRNNKSAKMKQNKLGLRREQWLSQVAVSNKEVKEERSVNRSQKPHHESSDKVRREEDNN
GGNNLLHHESFMESPSNSSVGGTYSSTNFSGRSSRSSSSSSGFCSGNITEEENVDDDDDGCVDDWEAVADALAAEEEIEK
KSRPLESVKEQVSVGQSASNVCDSSISDASDVVGVEDPKQECLRVSSRKQTSNRAWRLDDDLRPQGLPNLAKQLSFPELD
KRFSSVAIPSSCPICYEDLDLTDSNFLPCPCGFRLCLFCHKTICDGDGRCPGCRKPYERNMVKAETSIQGGGLTIRLARS
SSMFCKF*                                                                        



>Mgut_mgv1a014417m                                                              
MGQGLSCSEYEVSELFTNAVQNGELDAVVAMADKYPNLLSLKTPHGGLSALHLAAANGRIEAGDAELCCICFEHACTIEV
QNCGHQMCAQCILAICCHSKPNSSSAAKNIPVCPFCRSSIARLVVARSKIEGEIEVEVGPTKTRKTRKSFNLGECSSSFK
GLSSLGSFGRLGRSSGRVAAECDDVFDKNL*                                                 
>Mgut_mgv1a005591m                                                              
MDPLSNIVTNSIAFIEKRIELKRQAFKDMDELYKSMFEALVDSVVQTRPDIRRYDAMWHLLVTKWDPVPPTTEISDSIPA
HGSYEKVGIMKRINYTPLQESYLAFNVLSLRDDMQRKAGDPVITQDAITSDIVCADFLAPTTGCSYETYLDQCLDSNSDE
PKNALIVDLVKSTRDLEEKTKEQKEWAQRKVVDTARRLSKNFMELNLLREACSEKDKMKDEKLHAEKEHMLKLTAMEQYF
RKVNFEANFVTDTIRADAEAVKLNGSETERELKESLKREKKWKKKLSDAGKQISNFRSQRNEEKQKGMQMKLELLQANEE
AKEAEVKRRQEIKAIEDMVALVAEEARTFEIGKDNARTELLRLQQKVEIDSQIDIDNCRRLEDELSRLRLCQQMAEVQLT
ENASSSESSGPMEYSSARRIGRRFCMMCLQNDVSVVLLPCAHQVLCFPCFERNCSAVGASCPYCNVPIEQSIRPFGPS* 
>Mgut_mgv1a009837m                                                              
MIPVGGITCCLSAAALYLLGRSSGRDADLLKSVTRVNQLKDLAQLLEAASKVLPLVVTVSGRVGSETPINCEYSGLRGVI
VEQTAEQHFLKHNDAGSWIQDSALMLSMCKEVPWYLDDGTSRVHVVGARGATGLVLTVGSEVFEESGRSLVRGTLDYLQG
LKMLGVKRIERVLPTGSPLTVVGEAVKDDIGSIRIQRPHKGPFYVTDKTIDQLIANLGKWSRLYKYASMGLTAFGVYLLA
KHAFQYIMDRRRLWETRKRVLDAAAKKAGQNEGALNGEAEIGSDSSNKERPIPELCVICLEQEYNSVFVQCGHMCCCMAC
SSHLTNCPLH*                                                                     
>Mgut_mgv1a007519m                                                              
MSLHDRALTAVLTQLAMAADGAFIGVGVAYVAFSCFRKYAATSSALRKISQSASVQPSDLRSILSDSDDSRPSSSRRDDG
DASSLNFDCGKLVFVSGSVEVKSALDKANWKSLRGTDLVVSHESGEKGVILQRIQTCIYNEWRGLFRWTADLGSMLMPRR
ITKENASSSMNMVPFILVEEGKWPPSDHVVVNMEGSTHPLPLTTVYQHLQPVKASSYTVFQALVGLEYPVGLLYEEKILP
LGKDITAVGICNLKNGIPEIKSCEDLPYFLSILTKDQMIADLSFKSKVLLWSGLILGTVAIGVLGYSISRNWSKWKEWKA
RRAQQQQNASRIENLDETEEEESGDVPDGELCVVCLMRRRRSAFVPCGHLVCCHRCAFSVEREVSPKCPVCRQPIRNSVR
IYDS*                                                                           
>Mgut_mgv1a006468m                                                              
MGNMLFRSRNRRGRDSSAVVSSGSHVATTGGPPSRPVSSSTTHHLLDVLPQRNQNHHSSACTAASNSEAKYSAGGAGGMA
TSSSRDDKKKKYGYIPDNFTSIDQVTLALRESGLESSNLIVGIDFTKSNEWTGKVSFNNRSLHAVGDTHNPYEKAISIIG
KTLSPFDEDNLIPCFGFGDATTHDNEVFSFHNDHSPCHGFEEVLACYKRIAPNLRLSGPTSYGPVVDAAVDIVEKSGGQY
HVLVIIADGQVTRSVNTKDAEFSPQEEKTINSIVNASLHPLSIVLVGVGDGPWEDMQKFDDKIPTREFDNFQFVNFTAIM
SKNTLSSAKETAFALAALMEIPDQYKAAREFGLLGRVTGKAKKIVPRPPPAPYTRQAGLPSRDPVTVSAAVQADQNQVCP
VCLTNGKDLAFGCGHMTCRDCSPRLSECPICRQRITSRLRLYT*                                    
>Mgut_mgv1a019640m                                                              
MVALVVEEARTFEIENSNARTELLRLQQKVEICSQVDMENSQRLEDELPRLRLCRQMAEVQLPENARSSESSGPMEYSSE
RRIGRMTCMMCLQNDVSVVLLPCRHQVLYFPCFDRNCSGIRTNSPYCNVRIEPSIRLFGPSS*                 
>Mgut_mgv1a012731m                                                              
MTKSFKDSLKALEADIQHANTLASDYSREYDGACLQMRLSYSPCAHIFLFLVQWADCHLAGALGLIRILIYKVYEDGKTT
MSVCERKASLREFYGVIFPSLLQLHRGITDVEERKQIKICATKYRRRDEMDKGKLSEIEIEREEECGICMEMNTKVVLPS
CSHSLCMNCYKNWRARSQSCPFCRDSLKRVNSGELWIYTSNCDITDLSTIARENLKRLFIYIDKLPLVVPDQMVVTYDTH
FR*                                                                             
>Mgut_mgv1a006025m                                                              
MNWRRVFKSLQVLLAHGLLFSFTLILSLKLHHSLNYSWWLIFSPLWLFHAVVARGRFSLPAPSMPHGRYWAPFHAIVAAP
LLVAFELLLCVHLERRYAVNLKIVFMPLLALEIAILVDNIRMCRTLMPGDEENISDEAIWETLPHFWVSISMVFFIAATA
FTLLKLCGDVEALGWWDLFINYGVAECFAFLICTKWYNPAIHRRSHLARASSSSTSIRYLNWSSNNILESSVEDSQDSRL
CSLQDIGGHVMKIPFVGFQIMLFMYLEGTPPGAKYIPIPLLFSPLLLLQGAGFLFAMYRFFEKVMLVLHDGVDTGSSFRL
PATAYDYMGFLRRGSRLLGWWSIDEGSREEQARLYCALDSGYNTFSPDTVKKMPKAELAKEIWKLQSALAAQTEITNISQ
EEFERLQNEKILCRVCFDEHINVVLLPCRHYVLCSTCCVKCKRCPICRVHVEERIVVHDDV*                  
>Mgut_mgv1a006609m                                                              
MGLQQSKDELLYEKVNSGSVEEIKSLRRDGAGLEWIDKEGKTPLIVACMNPQLYNVANTLIELGANVNAYRPGRQAGTPL
HHAAKRGLEQTLKLLLSHGANAMVMNDDCQTPLDVARSKGYTNIVRAIEGHLCLFSGWLRELHGPSILELLAPQFLSRKV
WVAILPCGSRNPRKPFRLELAIYGGPQDGQPRTIIPLWKANLEEPNFNQPDPVAIISDVSKIPRRWRKRREIKSCQEARR
TRIRLAPVHESEKQQLQRFCNACKGIPQAMHPLVPPSSQVHAASASASAPPISENEELNIATNASNGSKCEVLEAEPAGG
PAQHFRSQITTPQNPSVVVSTASAPPAANADVDYDDGQVHYPAVNTSSLGGAHEKNNEESDTNSSCTICLDAPLEGACVP
CGHLAGCMSCLNEIKSKKWGCPVCRAEIDQVIRIYAV*                                          
>Mgut_mgv1a006738m                                                              
MGNKSSSPRYYTSSSFDDHGGGGGGAGYPHDPYPTPRHHHAPPSYTHAPPAPQPNRRLDRRFIRIADNYQTLDQVTSALS
KSGLESSNLIVGIDFTKSNEWTGAKSFNRKSLHHIGSGPNPYEQAISIIGKTLSSFDEDNLIPCFGFGDASTHDRDVFSF
YPDGRFCDGFEEVLRRYRDLVPQLRLSGPTSFAPVIEMAMSIVEETGGQYHVLLIIADGQVTRSVDTPYGQLSPQEKKTV
DAIVRASAYPLSIVVVGVGDGPWEMMQEFDDNLPARAFDNFQFVNFTDIMSKNVEYSRKEAAFALSALMEIPSQYQATLE
LSILGQQTGNAPRRTALPPPVGRGNVTTRHNPYSTSSSQRNTNVPLYPGNENSANTASSSSSLYDSKLCPICLSNLKDMA
FGCGHQTCCECGTDLEYCPMCRSTISTRIKLYS*                                              
>Mgut_mgv1a001831m                                                              
MASSQVEIAPSSPFAVHNPRRRDPCFNQLVIPNDNTSSSSSSRHIDLWVHQPQWQTTKTTPVNDTNNNNNDNRGKHNDKH



KQKQKQTDDKWARAREIVFDHHRHPKPERLVDEEVSNLRGVSSLVQKWRGFEAEAKFSGNRTSNTINSPDNAPPVLMTST
SAGGGGEDDPFGEDWESSSTTPNVAFSAPASDATEIERLRVADIIRKLTDDVVTSSESPPRPRTSVDQTTTTTAAAAEQR
CCFSLSSPRIRGRQAYNDLLTQMERDKQNELQGLIARKPVSKFSHRGRIQALLRFRFLRRGSMMEPPPHPQQGRPSNTTI
QSHNKPMPSPALVHLRERVDPCAQNVSDPAAAASLYQQGKENESNQLITNSVESCLRQDEDFDHRETSPLSRFMSQETNY
ESSNESLDRTFQNKEEEEETATLVQINNFTAQQTNYDDELRGDCDDDPHKVRNNTDWIDEVSRPRSDWEDLRQARYQEML
DPFVDNEEIRALLGRRSVSTFLSSGLRERIDRVMISRSEGKQSDLKSNNHTPQGKDEGLPEQEEEALVSEEDTEQDAQGG
GYGDYFDEYEEAESSVGQQYDECDDYADNVTAASPCTQQSSSYYSQDNAPNSSYRSQPAIEMELIYDLRGHMEQLHQEMS
ELRKSIKCCMDMQMKMQRSIKNEVANAVALNHSGCADPKNGGRKPVKRVTSGGRCCICCKMQVDSLLYRCGHMCTCFKCA
HELQWSSGKCPICRAPILDVVRTYSNHSSYKPI*                                              
>Mgut_mgv1a023459m                                                              
MEFGDGGGQDNDFQSRRGYNQRPKDSAGGGYNQPGRGRPANEPLGRTESNRTLLDIIREEGGSQKDSRKTWRHFKDKLRR
RNSGGRGSTWTSTVTVPTSDIPLNNNNRMIARHPSTRINSGLESDPMDQPNISAVPDARMPSLNRNPSRAIERASGRFDP
SGPSTMKRLHREEKYDHEDDGDDDEEAEDDDDGEEEGKKDTDEEEDGEERPTDDDQMGLGYMMDEEDDDDDDDNDGCGAG
GAGYNNCCVCMVRHKGTAFVPCGHSFCRLCSRELWVERGNCPLCNNYILEILDIF*                        
>Mgut_mgv1a001156m                                                              
MENTGESDKKRRHVSSISPTGAAFKKQPFALLSEEKKLDAAVLQFQNQNLARKLDTQKVEINALEDRLRGLKDKQQPYDN
TLSVVKNSWQELVDDLESRSKCTLDLVKHVKDLLRLTVDGDSPPEHALLSRLLETGATESSSASSIVNPTEEVRNIDDEE
SKTTKNILHNIVASFDGLNNLKHILYTTSLQAVLSNGQSQKVVSSDLLNEVKNLRIAVLKLHLEHKSLAGDLQSRRDADA
KNKADLKRLKGDLESTVAELEESNCKLAIIKAERDVAKGSIFPVMNRGNKQASSDKTREKQKDLQVMESTLKELLDESTS
RLNELKRLHEERLITLSHLSDLQKNLKNVTCICSSQAYLLLKDQLTKAKVDVVQYQALYEKLQVEKESLYWREKEFHMKN
ELVDVLHRSSAVADSRISELEMEIQRYTKEKDLIEAKLEEASKEPGRKEIIAEFRALVSSFPERMGSMQTQLAKHKESAA
DIHSLRADVKSLINILDSKSKDLETLTSRSTQQNAEIQKLQAMISDLKATEMGLKLFLERSIDSREVVEARCAEIKAWAH
VQGLKSSLDERNLVSRVKVAIEAEAKSQQRLAAADAQIAELRHKLEASKREKTRLSDNLKSKHEETEAYLSEIETIGQAY
DDMLAQNQQLLPEITERDDYNLKLVLEGVHARQTGDALRMEKRILEKAVQQTKKTVEFYDFKAGRIEDQLKAYADHMKRV
TEDRAHKSTALENTQKKLFDVKKSSNQLMGKLEEAQSQVDGSRACLVELQIDLETERFERKRVEEDLDTLRRKAQQLKLQ
VESSSVAEKLRQELKEYKEILKCSVCLDRRKEVVITKCYHLFCNPCLQRIIETRHRKCPICAASFGANDIKPIYI*    
>Mgut_mgv1a001034m                                                              
MEPEEEPEHKRRHLDNNGSSMARHSSSPPPPDDNKPLGTRWMCPYNDEIFFYFSSLLVDTAVLQYQNQRLVQQLETQKQE
LHNLESKIKEVKEKQTSYDEILIKVNQLWNQLIDDIILLGVQAGADQSSLQILDHAKFSRGSIPSCPAEYIFLCRVLETG
AIESSRNDGSIGYVKEALASRQTSTRELMKLLEDAIDSQRAKFEGIAQNLLQKPSSEDAVIQWRELDDLITEETSHLHAV
VDVLHLKHKHYADEIQTCIDNHSVDQLEIKRLAGELEESMAELEESRRKLINLKMQKDGVSSMQVPIPIPVIVPNVANGN
ASPEKPADRSKRLRELKESIEEIKVLAEDRLSELRDAREDNLILSNQLQHLQNELKEDKYVYASRPYSLANDQLQHWNAE
AERYKTLAESLQAERPFIVRREKDLIAKTESLEAARAAIYISETKVEELKNQLQTCVIEKNEMEMKMEESLQDSGRKDIK
DEFQVMASALSKEIAMMESQLNRWKQTADEALSLREKAQSLSALLDSKTTELKNLSNECARRTEEIKSLKDITEKMQKEK
QELEIFLDMFGQQIYHNRDLTEIKESERRAHLQAETLRNALEEHSLELRVKAAYEAESVCQQRLCLAEAEMAKLRAQLDG
ADRDVLEVKEAIAIKEAESESYISEIETIGQSYEDMQTQNQHLLQQVTERDEYNIKLVSESVKAKQSQSILLSEKQGLEK
QLQRLNGSLESLKSRIAQSEEQMKLHHQETLSSIQEDRHMAMNLEATKWELADAEKELKMLKSAVLSSEKEHEQIQRNVD
EIQIELDNERSERKKLDEEVMEVNRTIDELTSENGEAAIQKLQEEIKDCKGVLKCGVCFDRPKEVVIVKCFHLFCNQCIQ
RNLEIRHRKCPGCGTAFGQNDVRFVKI*                                                    
>Mgut_mgv1a000557m                                                              
MAASSSRGRSSSPFSHRKPSSPYSSTSSSSSMMNGRLMPRSCSTSATSFHGGGGSGGGGSGSGGGYGSRSMTPSRARDYP
QSRTPVSYPLMQEQLTGEAVEVASRSGDSISVTIRFRPLSEREYQRGDEIAWYADGDKMVRNEYNPLTAYAFDRVFGQST
NTQEVYEVAARPVVKSAMEGVNGTVFAYGVTSSGKTHTMHGDQNSPGVIPLAIKDVFSIIQDTPGREFLLRVSYLEIYNE
VINDLLDPTGQNLRVREDAQGTYVEGIKEEVVLSPGHALSFIAAGEEHRHVGSNNFNLFSSRSHTIFTLMIESSAHGDDY
DGVIFSQLNLIDLAGSESSKTETTGVRRKEGSYINKSLLTLGTVIGKLSEGKASHVPYRDSKLTRLLQSSLSGHGHVSLI
CTITPASSNLEETHNTLKFASRAKRVEIYASRNRIIDEKSLIKKYQKEISVLKEELDQLRRGVLAGVNPEEIIVLRQQLE
EGQVKMQSRLEEEEEAKAALMSRIQRLTKLILVSSKNTIPGYTSDMPSRQRTLSASEDDLDVLHDGSRKINGGNEKDSPS
SALTITSSIYDFKHQRSSSKWNDDVSQAGSTMTETTQAGELFSGSSCVSNLPIDGITMSDQMDLLNEQVKMLAGEIAFST
STLKRLIEQSVNDPESSKTQIQNMEHEIHEKKMQMRVLEQRIAEAGEASVANASMVEIQQTVMKLMTQYSEKSFELEIKS
ADNRVLQEQLQNKCSENKELQEKIFSLEQQLASISGDKIPSLSEIRVTDEYADDLRKKMQSQEIQNEKLKLEHVQMLEEN
SGLRVQNQKLSEEASYAKELASAAAVELKNLAGEVTKLSLQNAKLEKESQSARELISRNSSIHGVNRKHNDAVQRNGRKN
RISGRSNDFESWSLDAEDLKLEVQARKQREATLEAALAEKEILEDEYRKKAEEAKKREAALENDLANMWVLVAQLKKEGN
VMQEQKMNDSKVGDVDEDPIMKDKEAPDNSMAASNIPKEEPLVVRLKARMQEMKEKELRYSGNGDANSHVCKVCFESPTA
TMLLPCRHFCLCQSCSLACCECPICRTTIADRIFAFT*                                          
>Mgut_mgv1a001728m                                                              
MCCINQDHSDSLKLDLGLSCPVITSEIGSNQSREEVEDEFHDADWSDLTESELEELVLSNLDTIFKSAIKKIVASGYSEE
VATKAILRSGLWYGCKDTVSNIVDNTLAFLRSGLEIDSSREQHYFEDLQQMEKYILAELVCLLREVRPFFSTGDAMWCLL
ICDMNVSHACAMDGDPLGGSFVRDANSNANPSISAKPHLKSSESKPNSSVSCAPKIASGPKLKAKASFVQNAPALDLDCQ
NHGSSINEKPFTTSAEEKFVGSRKVSGITKREYILRQKSLHFEKHYRTHGSKSTSRTGKLSGFGGLVLDKKLKGVAESTG
LNARNSPFRINKSAVGPTFGLENSSSLTLPSPVNSPASLSAADTELSLSFPSKSIIANPMPISYSSEAANFTYLGSSNDK
PVSQWAPHDRKEEMIMKLVPRARELQNQLQEWTEWANQKVMQAARRLGKDKAELKTLRQEKEEVERLKKEKQTLEENTMK
KLSEMENALSKASGQVDRANSAVRRLEVENVSLRREMEAARLRAAESAASYMEVSKREKKTLIKFQSWEKNKTVLQEDLA



AEKLKLIQMQQKLKQCKDIRDQAEAKLNQEVKAKEEILRQANSYKKEREQIEASTKSKESAMKSRAEANLQKSKEDIERL
EKDISQLRLKTDSSKIAALRRGAVDMTYASKLADFRDNNNNNSNNSNNISAYISKIVAGSTTATSADVKRERECVMCLSE
EMSVVFLPCAHQVVCTVCNELHEKQGMKDCPSCRGAIQRRVCVRYAHS*                               
>Mgut_mgv1a020707m                                                              
MVQKAKTTLMVSWRQNIKEKEYMLAIRGEEIRTAEIHKANSRAELTKLRQKREMESQLGRDDFQRLEDELSRLRVSQQMR
ESGDSSYEDAEATSSESSAPIDSSERSIRHWICMMCLENEVSVVFLPCAHQVLCFPCHERNLSTVGAQCPYCHVGIEESI
KVFGPSS*                                                                        
>Mgut_mgv1a009476m                                                              
MWYSRIGDHYNSLYEVTEALKRAGLESSNLIVGIDFTKSNEWTGEKSYGGQSLHHTGNGQNPYEQAISIIGKTLAAFDED
NLIPCYGFGDASTHDQDIFSLSQNGAPCNGFEEVLSQYRFILPHLKLAGPTSFAPIIEMAMTIVEKSGGLYHVLLIIADG
QVTGSEDTEGGKLSPQERKTVQALVDASKFPLSIILVGVGDGPWDMMKEYDDYIPARDFDNFQFVNFTEIMSKDVEPSKK
EAKFALSALMEIPFQYKATMELNLLGERKGYHPDRVALPRPFCVPSAPSTSYEHQICPICIANPNDMAFGCGHQTCSECG
QELTACPICRGDVEIRIKLH*                                                           
>Mgut_mgv1a003009m                                                              
MAVAGLNNAPAFSGPSFLQMWKDLEGEHMANQYRSRDDVISQYSYENEDNNSIVSEHSSDVGGEVEGEKVRRTSREWMKS
SGPHANSELNVKREWLGENECERVRIIREWVQMTTTTTTQQRNNNCGSQIEQVRDGLVITNQETGLRRPIRRICGRQTLL
DLLVRAQSERKTELLALSEKRPVSDFAHRNRIQVEGFQSKLDSSTPTSTNSTEFDFSTSDGDNGESESIICREDEVSEMY
TAALDSGRSGAHESTNTQELEVQVTEAEDPASDNDNISEQDLSVREDTVSETESIHNHVTITNDSLLVLVTDSPEEFNDE
IYIREEDDRIIEEQYNTEEELNEDWPSNVLQEAIDSWLDMPSADVGRFDNTLYFPDDDNIRTIELREIFSRRRVSSLLQS
GFRESLNQVLQSHAERLGHVNGDNWEITDNASSFPNLIEENRHRINRDQSNNVAERNLFNPSSTHFEEFGSAIWTPRISN
QQFETDWEVINELRVDMARLQQRMDDMQSMLEACMDMQVELQRSVRQEVSAALNRPIFAQDNASEENRVRDESSQWDHVR
KGVCCLCQDSKIDSLLYRCGHMCTCSKCAEKLVERMGNCPMCHAPAVEAVRAYFIH*                       
>Mgut_mgv1a012839m                                                              
MLAGSAGLAEWLKDPSQPSIHFSMSWNLIHGNGSIQKDVSESSTYYIAVGNLNAEFAGVNLNTTIKAFLHNTTESYYKCA
PAEGNCTFQLFLKGGNAAVLTSPARSPGMVSGDWYFELWYGRRWVTYLIGTGGITSLLLLMNYFSNHLRRRDPLGEIEPE
RNTLLSHEDGDSSASISDDDEHRHRHCAICFTAPKDCFFLPCGHSVACFQCATRIRKSSAVCPICRQRTRKVKRIYTV* 
>Mgut_mgv1a013206m                                                              
MLAGSAGLAEWLKDPSQPSIHFSMSWNLIHGNGSIQKDVSESSTYYIAVGNLNAEFAGVNLNTTIKAFLHNTTESYYKCA
PAEGNCTFQLFLKGGNAAVLTSPARSPGMVSGDWYFELWYGRRWVTYLIGTGGITSLLLLMNYFSNHLRRRDPLGEIEPE
RNTLLSHEDGDSSASISDDDEHRHRHCAICFTAPKDCFFLPCGHSVACFQCATRVPQFALFAVKGRER*           
>Mgut_mgv1a012466m                                                              
MYVSGGGPMRKSFKDSLKLLEADIQHANTLASDFPREYDGACLQMRMSYSPAAHFFLFLVQWTDCHLAGALGLLRILIYK
VYVDGTTTMSTHERKASIREFYAVIYPSLLQLERGVTDSEDKKQKAVCLERYRRKDEEEHKQCSDLDIEREDECGICMEM
NSKIVLPNCNHAMCLKCYREWHSRSQSCPFCRDSLKRVNSCDLWVFLETRDAIDMVSITRENLKRLFIYIDKLPVVVPDS
LFDAYDTHVR*                                                                     
>Mgut_mgv1a026781m                                                              
LIRPMSQTSGQGPPSAPPLQLPPPPLQRAKLITNDVNVHKDTIRLQLDEFYPDCHLVSFTFDASVNGSITIFYFAEEGDE
CKFTPIHPEINPVKIQFRKGPGLKFCQPSGTGIDLGFFDIDELSKASLGGFVYPLVILAQSSTNNNAQITQAVLEKKNGK
IFHVKVIKQILWAGGVCYELHDIYGGSGTNRASVSDAESENECIICFAEDKNTVVLPCRHMCMCGECAKDLRLKSNKCPI
CRQPIQELMEINFTKGFIAFSTLVFAQIVKTLRTSY*                                           
>Mgut_mgv1a013644m                                                              
MDGEDRTVRSRPSLKERLGLKAFGCCGSTWGLGPTTISVRDDDQEEEEEEEGTADTMSPETDVVNVDQNPTETGASPPCV
FQSPATTGMNLAAALAAERQMRAALDSDNGGASLSPSPPRHNRVVSVTAPGTPSRVSLMRLLEETDGYDLEMRREVDGEG
GCDSVCCVCMGRKRGAAFIPCGHTFCRVCSRELWLNRGTCPLCNRSILEILDIY*                         
>Mgut_mgv1a009690m                                                              
MEVMFVGIRLVVYLSRVLQITVKVASVLGLGEEGRCIPNLDSSGTTIVSTHDQDVFSFYQGNRPCNGFGEALSRYKEIVP
NVRLAGPTSFAPIIETAIGIVDQSGGQYHVLLIIADGQVTRSVDTKAGKLSPQEQSTVNAIVKASKYALSIIVVGVGDGP
WDMMHEFDDNIPARDFDNIQFVNFTEIMSRNVPLSQKETEFALAALMEIPLQYRATLELHLLGKQIGNSTVVPLPPPTSR
NPRPQNMHPYQARNMRSPNPYSNSSRFPSFASSRPSSPSPSEGSSSNRNCPVCEWSKRDLVLGCGHQTCSECGHDLVWCP
ICRTEITNRIRLYD*                                                                 
>Mgut_mgv1a019506m                                                              
MAIQAQFYSENFDGYALGGANQDSVMENLCFAPQQQQYTTFDQYQNILHQKNFNFLAANANNNNIPLHLQSFSAQIDKQR
LEFDQFFNLQNERLRSAVQEQRNRQTAILMKKYETKTRFLLKQKDQEIANAANRTNELQNFLNRIEIENQTWQRVARENE
SMVASLSGTIQRLRDSAAAACSPAADAESCCENGGEDEEEKWGERKLVCRRCKSEKSSVILLPCRHLCCCKECEVFLDSC
PVCTMVKKASVEALI*                                                                
>Mgut_mgv1a001269m                                                              
MDDVRQQLQQKPESTENNDTHSEFERGLEELMHGHYDEYMSFASCSSPRTTTTEEEEDEGEQLIRRRRRSDLDGDDLAES
SAARRRHSRILSRWAARQAQEMITTIERRNRESELMALAGLHTVSMLDSSFLRESSQSPTSRHQGNVERPSTRASSILQM
WRELEDDHALNRARERVRVRLRHRRSVDSNTNASVNMSEGREGENHGSLGDAESENDYATWSHDRLSPQNENRDHENSSR
EQSPDLGDVERERVRQIVRGWMESGISDTSSNVMQRNESPRAEWLGETERERVRIVREWMQMTSQQRGSRAARRGEQNNE
PEVQVDRAREGSPTDHDEAQPEHIRRDMLRLRGRQALLDLLVRAERERQGELQGLLEHRAVSDFAHRNRIQSLLRGRFLR
NERPVEEERPPSVAAGELNQLRQRHTVSGLREGFRFRLETIVRGQVSSHPENSSNSGNSGPSNDQSNTNASQEVQHGNHE



IGVQLPDRTANIDETMATQSSNQYVAPDQESNWQGQVTEDERADLQQSPDGTEQTWQENVAPAWPSETVVIEDAPQHRLQ
QQAHEVWHEDGSREAVDNWSEGPSDPPRMRRSVPHRRATRFHPPDDDNVYSMELRELLSRRSVSNLLRSGFRESLDHLIQ
SYVERRGRDSIDWDLHRNLPIPPSPGREQDQQNDEQNEEQRNANGRPSLVLPTPPVPPPQPLWHQDLHHSGWSRHSGHRS
ELDWEMVSDLRADVAKLQQGMNHMQRMLEACMDMQLELQRSVRQEVSAALNRSTGGQVVAETSEDGSKWGHVRKGTCCVC
CDNQIDALLYRCGHMCTCSKCANELVRGGGKCPLCRAPIVEVIRAYSIL*                              
>Mgut_mgv1a024367m                                                              
MENSQRLEDELSRLRLCQQMAEVQLPENARSSESSGPMEYSSERRIGCMTCMMCLQNDVSVVLLPCRHQVLCFPCFERNC
STVRANCPYCNVRIEQSIRLFGPSS*                                                      
>Mgut_mgv1a025680m                                                              
MVVALVVEEARTFEIENSNARTKLLRLQQKVEICSHVDMENSQRLEDELPRLRLCRQMAEVQLPENARSSESSGPMEYSP
ERRIGRMTCMMCLQNDVSVVLLPCRHQVLYFPCFERNCSAVRTNCPYCNVRIEPSIRLFGPSS*                
>Mgut_mgv1a006209m                                                              
MGNKNSSPNQSPRRQYSTNPNPNPASSPPGWQHNYGQSSVSQYAQTYPTQNPYPAEYAPSQNYGTPPQTQPNMPHNPQMH
APQKKFDRRYSRIADNYNSLEEVTEALGRAGLESSNLIIGIDFTKSNEWTGKRSYNGKSLHYIGNEQNPYEQAISIIGKT
LAVFDEDNLIPCFGFGDAYTHDQDVFSFYPDERVSNGFEEVLSRYRELVPQLKLAGPTSFAPIIEMAMTVVEQSGGQYHV
LLIIADGQVTRSVDTEHGELSPQELKTVQAIVQASKLPLSIILVGVGDGPWDMMREFDDNIPTREFDNFQFVNFTEIMTK
NVPQNRKETEFALSALMEIPSQFKATMELHLLGGRKGNIPERIALPPPVTRASFGGYSKPSQTNTSTSYYKEENAAPSAP
NSNYEHQICPICLSDPKNLAFGCGHQTCFECGQELQLCPICRCPIQTRIKLY*                           
>Mgut_mgv1a026762m                                                              
MDLMKRINYTPLQESYLAFNVLNLRDDMQRNGDPVITQDAITSDIVCTDFLSPTTGCSYETYLDQFLDSNSDGPENALIL
DLVKTTRDLQEKTKEQKEWAQRKLVDSARRFRKDFMELNLLRREASSEKDKMKDEKLHAEKEHNDGTVFRKVNLDANFVI
DSIRADPEALKLNGSESERELKEIRKRKNKWKKNLSDVEKQISNYRSQRDEEKQRAIGPHRYCLLDMFLASTLRKRRRIY
RKSTPYIVPFGIILFLPVQFQNDVVLKESTTAYIFMRPSFSGVRFRYDINVQHMKVKWRQEIKAKEDMVALVAGEARMFE
IGKANARTGLLRLQQKVELGSHVEMDDCRILQDELLRLRLCQQMAEVQLTENARSSESSATMEYSSERRIGRNTCMMCLQ
NDVSVVLLPCTHQVFCFPCFERNYSAVGANCPYCNVRIEHSIRLYGPS*                               
>Mgut_mgv1a009116m                                                              
MGGEQSKHSRIGDNYKSLDQVTKAVLDAGLESSNFIVGIDFTKSNENAGKKSFNGKCLHHISDVVNPYEHAISIIGRTLS
AFDEDNLIPCFGFGDVTTHDEAVFSFYPDHRPCNGFDEVLSRYREIVPNVQLAGPSSFAPIIETAMEITDQSGGKYHILL
VLVDGQVTRSADTKPGELSTQERSTFNAIVKASKYPLSIIFVGVGDGPWQMLKRMDDNIPGRAFDNIQFVNFTEIMSRNK
PMAEKEAEFALAAVMEVPMQYKATIELKLLSKQVGGDSAKVPLPPPPPNLYPHLGGGFFPTFPTCPVCLRSKRNLALGCG
HQTCHECGSDLNWCPVCHTRITNKIRLYDQDQ*                                               
>Mgut_mgv1a009307m                                                              
MWATLGLSFFLSLQTSASGLYCVAEMFRGNNSNTAAPSYLNNHFQYPPNVSNQQQLCGNLPVEFHADPVNYIGNNHGTPI
LLPNEAIPRKQKLQFSLNNNNKAFHEEHDRKASIHNLNHVSTGLRLSCDDEERNSSITSASGSLTSSVLSSLTNDIKREL
DQQNQELDHFIRIQEEDMVKGVRDIRQKHITSFLASLQKGVVKKLREKDLELETITLKNKELVESVKQVTNEAQNWCYMA
KYNESVVNVLKTNLQQAVEGSNRIIEGQGENEEAADDANSYVDPNNYLKSSSLRKNVTCRSCKAKEVSVLLMPCRHLCLC
KECEGFVTVCPVCQMVTTACLEVYLS*                                                     
>Mgut_mgv1a024648m                                                              
INWLAWFDMGDESSSSSQNINGSTSSESNQPQENLDTWYSRIADNYNSLHEVTEALKRAGLESSNLIVGIDFTASNEWTG
MNSFGGRSLHHTGNGPNPYEQAIYIVGKTLSAFDEDNLIPCFGFGDASTHDEDVFSFSPDHKFSNGFVHVLSQYRDILPH
LKLAGPTSFAPIIEMAMTIVEKSGGQYHVLLIIADGQVTRSVETEIGQLSLQERKTVEAIVEASKFPLSIILVGVGDGPW
DMMNEFDDNIPARAFDNFQFVNFTEIMSKDVDQSQKEREFALSALMEIPFQYKATMELNLLGEKKGNNPHRVALLPPLYV
PSVPSTSNEQEICPICINNANNMAFGCGHQTCCECGQNLPLCPICRSNIAIRIKLY*                       
>Mgut_mgv1a003319m                                                              
MDYSDNNSIMSEQSSSDLGEIERERVRQIFREWNINSDAKGHFPSNHNRIIPNNREGPQIKRACDDGPVIAHSDIGLRRR
PIRRLCGRQSLLDLLMKFQCERNGEIQCLLEQRPVSDFAHRNRIQALLRGRFLRNERVMPEKGPSSVASTELGLLRRRHT
VSGLREGFLSKLDNSASTSANTAESDSSVVDVSNGELDYTCNEIETAGILTSSDLENDVIQVTQVDDPVSHEENEQQVSL
DNDDNGQDVSLDVGIAQNRDERVSDSELTQQESSSTHVEDEIINAVITSESTTLETEDTDEVISVHIADVDRNIDERFDR
QVDSAQVDEFQQNSVNDIEESQHDDLQEAINSWLELPSGEAGASSITGPAFYFPDEDGAHGSEIRELFSRGRVSSLLRSG
FRESLDQVLQSRVERQGRASGDTSSSHDSLVEQDQGQNGHSFAPTSNIVGGSHPFWDEYEGANLPRISSNQQLGMEWEVV
NQLRLDMARLQQRMDNMQSILEQCIDMQIELQRSVQQEANASDNTPFDESKWDYVRRGICCLCCHDNIDSLLYRCGHMCA
CSKCAEKLVEGAGKCPMCHAPVVEVVRAYFIQ*                                               
>Mgut_mgv1a013736m                                                              
MKLEYNHLAPVYLFLLQWLNCSSSCLLPSYLNLFHIVVYKVHLDNKQKFPSHGRKASIGQFYGVILPSLEHLYDNSVEID
SYNDEINRFEMVTKKKTESNKRACLDVDLEREDECGICLEACTKMVLPNCCHAMCINCYRDWNMRSESCPFCRGSIKRVN
SGDLWVMTCNEDVVDQETLSKEDMLRFYLYINSLPKDIPNALFLFYYEYLL*                            
>Mgut_mgv1a026029m                                                              
MENSQRLEDELPRLRLCRQMAEVQLPENARSSESSGPMEYTSERRIGRMTCMMCLQNDVSVVLLPCRHQVLYFPCFERNC
SAVRANCPYCNVRIEPSIRLFGPSS*                                                      
>Mgut_mgv1a002059m                                                              
MDGNSSEGAPAVVANENGKNKRKYVSQDISAEVQRLSPAEFARHEVLEEIENALKMLKSNMESSEEDQENSSIEKHEDQL
ADWDDPIACRLEELLTKGLSAIFCSAMKKLVENGHTKETAEWAVLNCSFYHGSKDVVSNIVEGATELLKLKKNFIKTEKY



VFEGLPSLVDYTLLEMVHVLLEIRPAWSIVEAMWWLLVNDLNLANACVVLRQEGKSETSATTSESDCDTLDNLKAPAQSS
QPERSPALEVAKGKFLMPPPNVVAADEKLGGGRKGMSANSKRDMLRQKAIHFEKNTKGRLSKGAFKAKVSVNKSQPGSSS
SSSSSSKSQSTSANKDPVFALPANTKPPPPPYPPKDYPHKPHYYASMPFDEILHKYIPKDDKDKVVLKLVSHKEALEKEI
KGWDDWVKEKLMQATTRLAKDKSELKLLKQEKEELEKFNKEMQTLEEGTAKRLSEMQNALDNTLGQIELANLSVRRLEEE
NLELKKMMEDARLKALASANDLLEARRREQEILKKLQSCETEKGLLVEELTCLKRKNAEQGEGLGKAKERQNQIKVLLKQ
GEKEKLKASAELDFLRGKNKELNDRTEMQADSINQTAEKNKQALQAKIENHESMISKLRLESDKLKIAALSVGYGNSLSD
QNASALQKIGKRLVVGDGDGNRDRECVLCMSEEISVLFLPCMHLTVCVHCNELLEKDGTKDCPSCRAKIDKRIPVGFFEG
*                                                                               
>Mgut_mgv1a000704m                                                              
MAASSSRGRSSSPFHDVKPSSPYSSTSSTSSMMNVRAVPRSCSSSVTSVHGGEAYGTRSMTPSLSRGDFHGSRTPASYPS
VDDHLAGEPMECSSRSGDSISVTIRFRPLSEREYQKGDEIAWYADSDNIVRNEYNPMTAYAFDRVFGPDTHTEEVYEVAA
RPVIKAAMEGINGTVFAYGVTSSGKTHTMHGDQYSPGIIPLAIKDVFSIIQDTPGREFLLRVSYIEIYNEVINDLLDPTG
QNLRVREDVQGTYVEGIKEEVVLSPGHALSFIAAGEEHRHVGSNNFNLFSSRSHTIFTMMIESSAHGDEYDGVIFSQLNL
IDLAGSESSKTETTGLRRKEGSYINKSLLTLGTVIGKLSEGKASHVPYRDSKLTRLLQSSLSGHGHVSLICTITPASSNL
EETHNTLKFASRAKRVEIYASRNRIIDEKSLIKKYQREITCLKEELDQLKSGVLVGVNHEELLVLRQQLEEGQVKMQSRL
EEEEEAKAALMSRIQRLTKLILVSSKHTIPGSLGEISTHQTSHSASEDDDEVTMSDHMDLLVEQVKMLAGEIAFATSTLK
RLVEQSVNDPESSKTQIQIMEREIQEKQKQMRVIEKRIVENGQASVASASINELQQTVTKLMAQCSETSFELEITSADNR
ILQDELENKNAENKDLKEKIIRLEHQLAAVSGDSKPHGSENCVPDVYTGELRKKIQSQEIENEKLKLEQVQILEENSGLL
VQNQKLSEEASYAKELASAAAVELKNLASEVTKLSLQNSKLDKEIQTARELSSRSSSSHSSNGGSRKQNRRGRIPGRANE
FSGMVSDDFESWNLDPEDIKLELQARRQREAYLEAALAEKEILEDEYRKKVDEAKKREAALENDLANMWVLVARLKKEAS
VMQESKVVNGRRNEDNTDQISDLKSDYVDSKDSILQNGGAQDNSIPASIIPKEAPLVVRLKARMQEMKEKELRYTGNGDA
NSHVCKVCFESPSAAMLLPCRHFCLCKSCSLACLECPICRTAIADRIFAFT*                            
>Mgut_mgv1a018739m                                                              
GRKKSGKGKGKMKEVAEQQPLNLFTDLLGGGGAGNNFASPINGHHFASPINGASRSHFASPFNGASGYQFTSPASGYQFA
SPINGASEQYSSQLQQILNGTAAPYNSFTALLAAAATQDEDHHTHTDFSADVENHALEIDRLITSHRENLRYALAGTRGG
AAEEGAAVKKLKVKELELDAKVKQVADLEKTAEHYQAESDQLRETVWALKEEIRSLRSCLRDVIAARRYAETAEEDAQSS
CVDPSRVAPVTLDCKTCRRRPATVMVWPCRHISVCTVCDTATRSCPSCRKLKTTSIEVRLPKT*                
>Mgut_mgv1a007011m                                                              
MGNSESSPDETYGNFSHQEATPYEGHSISTSARPESPEHSRRSLHANHQHHHNQTGSSTNTNYRKKKHPAHIADNFNSLD
QVINALREAGLESSNLILGIDFTKSNEWTGKHSFNRRSLHAIGRTPNPYEQAINIIGRTLSPFDEDNLIPCFGFGDSTTH
DQRVFSFYPDHRPCNGFEEALARYKIILPHLNLSGPTSFAPVIDAAVDIVEKSDFQYHVLVIIADGQVTRSPDTAPGRLS
PQEQATMNSIVAASEYPLSIILVGVGDGPWDAMQEFDDNIPQRAFDNFQFVNFTKIMSEQKDAAKKESSFALAALMEIPL
QYRATLTLQYKEKYGSEPGRKPFPPPSGVIEHDNAMKALPHLKSFEPAESGSSAEQVCPICLTNPKDMAFGCGHLTCKDC
GVSLSLCPLCRQPITTRLRLYG*                                                         
>Mgut_mgv1a011000m                                                              
MPMPMPLPAPYDHHHAAAHANWANGRYPYPMMPPAPAPAPYVEHQKAVTIRNDVNLKKETLRIDPDEENPGKHLVSFTFD
ATVAGSSFMLMIIYNDSAGLHFSLGEDCCLTPTKENLHPPIVVQFEQGLAQKFKQPSGTGIDLSMFEDGELSKELDMDVY
PLAVKAEASPDNQNESSDSGSTNSQITQAVFEKDKGEYQLRVVKQILWVNGMRYELQEIYGIGNSVEGEFDANDPGKECV
ICLSEPRDTTVLPCRHMCMCSECAKVLRFQTNRCPICRQPVERLLEIKVSSGGDE*                        
>Mgut_mgv1a015305m                                                              
MGTWVDDDDDEETPLSIVFYAPIIAILVMIIALIVKLLWNWNEDGGYGEEATESSGLLSYKDEESLYSSYGTSEEDLESC
NNNINNNSKGSCSSSYSSSGDDLYDGTICAICYDEQRSCFFVPCGHCITCYTCANRIISEEIKTCPICRTSIIKIMKLHI
S*                                                                              
>Mgut_mgv1a009482m                                                              
MASFPQDHFQQFLQQQPPSQPQQSKPFRDVYNSNMEGQISQQVAYFNTPNLLDHHPPYIPPFQVAGLAPGPSHEENGPDL
QWNFGLGLKKERPTEQVFLENNFNNNNKSNNNSQISSVDLFQARSVSTGLGLSLENPRLTSSGDSALIGLFGDALDRELQ
RQDAEIDRYIKLQGNRLRQAILEKFQATQLQTISYVEEKVQQKLREKEAEVEDINKKNSELELRMEQLALEANAWQQRAK
YNESMINTLKINLQQVYAQSRDSKEGHGDSEVDDTASCCDGRPSVNDVAAMLTCRVCRVKEVSMLLLPCKHLCLCKDCES
KLSLCPLCQSSKYIGMEVYM*                                                           
>Mgut_mgv1a010693m                                                              
MEIVGRGGGENLDSQNLRDFLRIKEEGNQSTSSGSGGGLTLFAVLSDKRPPPPLDEPMQRVNSNRTLLDIIREDQTSGLG
VGGRKDARRSWRHLKDKIRLRRRGSDDVWSSSTVPIPSSDVPLNNNRRMLMMARRPSTRFNSNLDSAESTQASLRTNYRS
ASGRYEHLSSSPRRRLIVEEEEEHGGDTVDDAAVVGGDAAEQPVRMSLMALLEETDRQMGLERSSFVVVEDDDEVDEEDS
GGGSSAAANGGVGSNNCCVCMVRHKGAAFIPCGHTFCRLCSRELWVQRKHCPLCNNYILEILDIF*              
>Mgut_mgv1a009977m                                                              
MAVEARHINLFPSQLTTNRESMSMSMLNPSNQRNVNSAYNQQQMRFVGVPLPENQSYYQTAVCDSVQAKTSVNTDSGLTY
NVSAPHRKRSRDSINHQVYASSPNYKNNSVSQFAAGENILPQIQQYQSEIDAIISQHTKKIKLELEEKQKQQARLLAMAI
GEGVMKKLKEKDDQIQRISKFNFALQERVKSLYLENQLWRDLAQSNEAAANSLRTNLEQVLLQIGTEERVSAAAAADEDV
QSCCGSSDYGREAEENADGNNNNNNNSCFSDRRCKMCGEREACVLLLPCRHLCLCGVCGSGSQQLQACPVCNSSMNATLH
VNTSL*                                                                          
>Mgut_mgv1a005602m                                                              
MSWRRVSKSLQGVAAHISLFFFTLLLVLKLDHIVSYSWWVIFFPLWLFHVVVARGRFSLPAPSVPHDRHWAPCHTVVATP



LLVAFELLLCIYLESLYGKEAKNPYHDFTIGSAAVNLKIVFLPLLAFEVVILVDNFRMCKALLPGDDESMSDDAIWETLP
HFWVAISMVFFLAATLFTLLKLCGDVGALGWWDLFINYGIAECFAFLVCTKWSNPVIHRDSETRGESSSSTPTRYLDWNS
GLVVSSEEHSQDRTCGLQDVGGHIMKIPIIGFQILLCMRLEGTPSGARNIPIPVLFSPIFLVQGAAVLLTTSRLIEKIVL
LLQSDASGGVYFVYSSRIRDCFGFLHHGSRLLGWWSIDETSREEQARLFQDGSSSYNTFSGYPPEIVKKMPKKDLAEEVW
RLQAALGEQTEITKFSQQEYERLQHDKILCRVCFEGEISIVLLPCRHRILCSSCSDKCRKCPICRLSIEERLPVYDV*  
>Mgut_mgv1a025350m                                                              
ITIYYFAKEETNRRVVPLFPETYVPIKVPFRKGLHQEFRQPSGTGIDFRFFPMEDLSHSPSRYEVFPIVVSADTCPTPYI
IDERSYLLSHTFRQMQITQVIVGKNHEAQFTAKVIRQLLWTGDVCYELREIYGLGKSGPGKDCVVCMTEPKDIALLPCRH
MCMCSGCAKALRLQSNKCPICRETIEAVLEIKIDTMDFSHKP*                                     
>Mgut_mgv1a006594m                                                              
MGQQQSRDELLYRQVNYGNVDGIKALHSQGASLEWIDSEGKTALILACMNPELHHVAKTLIELGANVNAYRPGRHAGTPL
HHAAKRGLEQTVKLLLSHGANALVMNDDCQTPLDVARAKGYGNVVRTIEAHVCLFSGWLRELYGPGFLELLAPQLLSRKV
WVVILPCGSRNLRKPLKLELAIYSGSQDPQPRMIVPLWKANLDEPNFNQPDPAAIISDVSKSTRLKLAPASESEKLELQR
FCNACKGIPQAVHPLFPFNNQAPTAPNSEDEEQLTMAINASLESAAHVGPSHTDTYIVSEVDNASTSTANQEESMHGASI
GKCEIQTTLETQSSSVSLPSAPPLADVAVEDGPIFYPSIDVGPVDLSSINTGDEKKKDNDDATSSCTICLDAPLEGACVP
CGHLAGCMTCLNEIKAKKWGCPLCRAKIDQVIRIYSV*                                          
>Mgut_mgv1a000002m                                                              
MEAPILLEDFGQKVDLTRRIREILLNYPEGTTVLKELIQNADDAGATTVRLCLDRRTHGVDSLLSDSLASWQGPALLAYN
DAVFSEQDFVSISRIGGSSKHADAWKTGRFGVGFNSVYHLTDLPSFVSGKHAVIFDPQGVYLPNVSTTNPGKRIEYVSSS
AISLYKDQFLPYCAFGCDMKSPFQGTLFRFPLRNTDQAANSKLSKQAYLEDDISSMFVQLYEEGILLLLFLKSVLSIEMY
IWDLGMSEPRKMYACSINSSSSDVLWHRQAVHRLAKLKSSSDCEMDSFSLDFLSEAAIGNVSQIRKHKFHVVQMMASPSS
RIGAFAAMATKDYDMHLLPWASVAACISDDSVNDEDLKIGRAFCFLPLPVKTGLRVQINGFFEVSSNRRGIWYGDDMDRS
GKIRSLWNSLLLEYVVAPSFVKLLLDMRQLQCSTKNYYSLWPVGSFEEPWNLLVGHFYRNIWESPVLYSDVDGGKWVSPK
EAFLHPTEISGSKEIGNVLVKLGMPIVSLPGDLYDMILSCKFIGHQKVVTPDSVRHYLRGCKDLSAISRSHKFMLLEYCI
EDLIDTEVGIHASHLPLLPLANGNFGSLSKSSEGTAYFICNELEYMLVQQIVDRLIDRSIPAELLCRLTSIANVSGANLV
VFSVNEFLQSFSEFFPADWKYKTKVSWNPDSNSAHPTSSWFSLFWRYLGEQCQDLSLFGDWPIIPSVTGHLYKPCMQKKF
LNMEKLSEKMQHVLVKIGCKILNTNYCIEHPHLINYVHDADAAGVLYSIYDVFSNDTITQLLQCLEANERDELRQFLLNP
TWFVGKKMDDPLIQNSKWLPIYRVYGGESVANLNYSDLVNPRKFLPPFDCPECLFSGEFICNLSNTEEELLMRYYGIERM
RKPQFYKLHVLNRLKQLESDVRNRVMLSVLQELPQLCVEDASFRESLRNLEFVPTVSGNLKSPAVLFDPRNEELYALLED
CDSFPSGIFQESGVLDMLQGLGLKTTASVDAVIQSARSVELLMHKNPEKAHSRGKVLLSYLEVNALKWLPDPPVDDQRTV
NRLFFRATNAFKSRHTKSDIEKFWNELRLISWCPVLIYPPHTSLPWPTVSSLVAPPKLVRLYSDMWLVSASMRILDGECS
SSSLSYQLGWSNPPGGSVIAAQLLELGKNNEIISDPILRQELALAMPRIYSILMTLLGSDEIEIVKAVLEGSRWIWVGDG
FATSNEVVLTGPLHLAPYIRVIPVDLAAFSDLFLELGIQEYLRPSDYANILRKMAHKKGNVPLDSNEINAATFIAQHLAD
AHFSEDQTKIYLPDVAGRLHNATSLVYNDAPWLLESEGSNNLFGNAAISLGAKQAIHKFVHGNISHDIAEKLGVRSFRRI
LLAESADSMNLSLSGAAEAFGQHEALTTRLRHILEMYADGPSVLFEMVQNAEDAGASNVTFLLDKSNYGTSSLLSPEMGD
WQGPALYCFNDSVFSSQDLYAISRIGQESKLEKPFAIGRFGLGFNCVYHFTDVPTFVSGENIVMFDPHACHLPGTSPTHP
GLRIKFVGRNILEQFPDQFSPFLHFGCDLQHPFPGTLFRFALRTANGASRSQIKKEVYPPTDVLSLFSSFSEVVSTTLLF
LRNVKTISIFVKEGLNSEMQLLHRVRKDCVSEPEAGKGPIHQIFSSMHGHELDSLSKDQFLQRLSKSISVDVPWRSQKLL
VSEQNPSGCRSSLWLTTECLGSLNRKKITTFDKKFHKFVPWACVATPINSLDIEKKMGGIQENLSETFPNTAEILQILQT
SSRATLTFEGRAFCFLPLPISTGLPVHINGYFELSSNRRDIWFGDDMAGDGKMRSDWNMYLLEDVVAPAYARLIETVARE
FGPSDLFFSFWPITGGFEPWTSLVRKLYQFISENGLPVLYTEARGGQWISTKQAIFPDHNFDKSSELLKALSDAGLPVAS
VPKEIVNKFMEICPSLHFLTPQLLRTLLIRRRREYTDRNAMILTLEYCLLDLTCPVISKSFYGLPLLPLSSGVFAKLDKR
GLTEQIYVTRGDGYSLLKDSIPHQLVDCTISDYLYDKLCVLAESEDFNISFLTCQLLENILATLIPPEWHNAKQVTWIPD
NQGHPSLEWMKLLWSYLRSSCEDLSLFCNWPILPVENNQLIQLVENSNVVIDGGWSENMLALLQRAGCLILRRDISIEHA
QLKLFVQPSTAIGVLNALLAVTGKVDDIEVLFGDATDGGLHELRSFILQMKWFSDGLMDDTHVNVIKHIPMFESYKSRKL
VSLSRSLKWLKPEYTRDDLLNDDFVKLDSDKERIILEKYLGIREPSRVDFYKDYVLSRMSEFIFQEGYPLDLLRDIRFLI
EEDNTCKEVFSATPFVQSSDGAWTEPLRLYDPRVSELKMLFHQGAFFPSENFSAPEILETLVTLGLKQTLGFSSLLDCAR
SVSMLYESRDSEALILAKRLLSCLNALSVKLLHAEEREESADTTESPESSLRGDEEKLSVYGSADLSNVLDVHSVVNNLV
DDMKREDFWSGLRSISWCPVYSDPPVQGLPWLASAHNIAAPVTTRPKSQMWMISSKLHVLDGDCSEYLQHKLGWMDPPDV
DTLSSQLLGLCNSYNDIRLNDDAILKKQIPLIYSQLQNYVKTDDLPYLKSSLDGVKWVWIGDEFVSPDVLAFDSPVKFSP
YMYVVPSELSIFQDFLLALGVRHNFDISDYCDVLKRLQNDVKGGTLSSDQLNFVQCVLEAIVDNYLDRSELELPTTLLIP
DSTGMLIGAANLVYNDAPWMEPNSLGGKRFVHSSISYDLASRLGIQSLRSLSFVSKELTKDFPCMDYNKIRELLESYGNY
EFLLFDLLELADCCKAKKLHLIFDKREHPRQSLLQHNLAEFQGPALVVILEGASLNGDEVGSLQFLPPWSLRGRTLSYGL
GLLSCFSISDLPSMISDGCLYIFDPRGLAIATPSARSPSAKVFQLKGTNLTERFHDQFSPMLIYDNMPWSSADSTVIRLP
LSSEFIGDGAEFGLARMMLMFNKFMDHGSEKILFLKSVLQVSLSTWENEIPQPSLDYSVDIDPLSAALRNPFSENKWKKF
KLSSIFGSSTAAVKLHVLDLNMNKRGARFIDRWLIVLSMGSGQTRNMALDRRYLAYNLTPVAGVAAHISRNGHPADNHPS
NSIISPLPLSSSINIPITVMGSFLVRHNQGRYLFRCQDSEAAFELQSDAGSQLIEAWNRELMSCVRDSYTKLVLEMQKLR
SDPLTSVLEPKFSRSVGAILSAYGDEIYTFWPRSGKNALVKQPIDGNDTASMTTFKADWECLIELVIRPLYASLVELPVW
RLHSGSLVKAADGMFLSQPGSGVGQNLLPATVCAFVKEHYPVFSVPWELVTEIQAVGVAVKEIKPKMVRDLLRSTSPSVG
SWSIHTYVDVLEYCLSDIQLQESSSSSEIGTPRDLNNRDIGSSSKEEDSRSFTVSGTNSLRHGIIPPSSVNSGGDAVEMM
TTLGKALFDFGRGVVEDIGRAGGSSGHRNSLTGSSSYGPYSFSTGEEQKLFHLSTEIKGLPCPTAKNSLVKLGFTEVWVG
NREEQSLITSLAGKFIHPEVLERPVLQNIFSNHSIQSFLKFQAFSLRLLASHMRFAFHEHWSNHVIESKNVPWFSWEKSS



SSDSETGPSPEWIRLFWKTFSGSSEDTSLFSDWPLIPALLGRPILCRVRESHLVFIPPLVTDLGSFNATSGVGTSEVGQS
ELSSEAHELQAYFLSFKFTEAKYPWLFSLLNQYNIPIFDFDYMDCAPPSKCLPADGQSLGQIVASKLVAAKQAGYFHQLT
VFPDSDRNELFSLFASDFSSSSGYGREELEVLRSLPIYRTVLGTYTQLDGQDLCIISSKTFLKPSDDQCLSYSAESTESS
LLRALGICELNDQQILVKYGLPRFEDKPQLEQEDILIYLYTNWKDLQLVSSIVEALKDTSFVKTSDEQSENLSKPKDLFD
PSDALLASVFSGVRKNFPGERFISDGWLQILRKTGLRTSAEADVILECAKRVEYLGGECTKHVEVLDEINIWSSQNEVSY
EIWVLAETLVKSIFSNFAVLYGNNFCNLLGKIACVPAEKGFPNIGGKRSGNRVLCSYSEAITIKDWPLAWSCAPILSKQS
VVPPDYAWGPLYLSSPPAFSTVLKHLQVIGRNGGEDALAHWPAVSGVKTVDEASLEVLKYLDKLWPSLSSSDIAKLQQVA
FLPAANGTRLVTASSLFARLTINLSPFAFELPSAYLPFVKILGALGLQDSLSVAYARNLLSDLQRVCGYQRLNPNEFRAV
VEILHFICDENNTSDDSNWDSEAVVPDDGCRLVHAKSCVYIDARGSHLVKHIDTSRLRFVHKDLPQRVCEALGIRKLSDV
VKEELENIEELCNLECIGSLSLAVIRQKLMSESFQVAVWRVLTSTNLGFGTQVLEKVKKSLESIAERLNFVKKIYTRFLL
LPKSINITLISNNSILPEWEEKSSHRALYFIDELRTCVLIAEPPQYIAVTDVIAAVISEILDSPIPLPIGSLFLCPEYTE
TALLDVLKLCSHTRDTVGTDSFLGKEILSQDANRVQFHPLRPFFKGEIVAWRASNGERLKYGRLPENVKPSAGQALYRLM
LETSPGITESLLSSNIFSFKNISYSTSESSVAVQEGGSMVHENRTPETSQAVRSRPSQPQPVQDLHHGRVSPAELVQAVH
EMLSSAGINLDVEKQSLLQTALTLEEQLKESQASLLLEQEKSDMAAKEADTAKVAWSCRVCLNNEVDVTLIPCGHVLCRT
CSSAVSRCPFCRIHVSKAMRIFRP*                                                       
>Mgut_mgv1a006035m                                                              
MGNKSSSPKDGGSWRQSSMAQSPSASPSPSPSGWQHEYGQSSYSQYSQNYPVQNPYPAGYPPQNQYYPPQSYETPSHPPQ
NTGPSSQQHVPQKKKLDRRYSRIADNYNSLHEVTEALKHAGLESSNLIVGIDFTKSNEWTGKRSYNGRSLHHIGNGLNPY
EQAISIIGKTLAAFDDDNLIPCFGFGDASTHDQNVFSFNSDDRFSNGFEEVLSQYREIVPNLKLAGPTSFAPIIEMAMTI
VEQSGGQYHVTRSVDTENGQLSPQERKTVEAIVEASKFPLSIILVGVGDGPWDMMREFDDNIPARDFDNFQFVNFTEIMS
KNAHQSRKETEFALSALMEIPSQYKATMELNLLGRQRGNTSERIALPPPIYSMAFSSGSKPSRATSFQPSSSSKYEQNVS
ASAAPTAPSSTYEHQICPICLSNPKDMAFGCGHQTCCECGQDLQLCPICRSRIETRIKLY*                   
>Mgut_mgv1a009853m                                                              
MLGGGTTTNGNTGFAGFLEENRVQYENNTLPQLELFGHVPVQCGGAMNYTVNRHHGPTDNHHLITRVKEVEAVPMQQKLH
ISLNNNFCQDETGRVRAVLNHNPVSTGLKLSCEEEERISSVTSACENMKTGAPVMLSLGNTVKMEIDRQTDEFGRYIKLQ
EENILKGVREINQRHTVSLLNALEKGVNRKLHEKEIEIENMNRKNKELGDKIKQVAMEAQSWHYRAKYNESVVNVLKSNI
QQLIEQGPALAMEGSGDSEVDEAVSCSNQPRAAIGGNSRELKCRGCNGKEVSVLILPCRHLCLCVDCEGFVRVCPVCQVI
KTASVHVYM*                                                                      
>Mgut_mgv1a006782m                                                              
MGAKNSKKSMSGRYSSYGSSSSNSWNHQPHAQSPYVQRSQSYAPPHANYGPPPTEPNRKPDKKYSRIDDNYHTLDQVTDA
LARAGLESSNLIVGIDFTKSNEWTGARSFQRRSLHHIGDEQNPYEQAISIIGRTLSKFDEDNLIPCFGFGDASTHDQEVF
SFFSDDRFCEGFEEVMSRYRELVPQLRLAGPTSFAPVIEMAITIVEQSGGQYHVLLIIADGQVTRSVDTDRGQLSPQEKK
TVEAIVKASEYPLSIVVVGVGDGPWDMMKEFDDNIPARAFDNFQFVNFTEIMWKNMDRSRKEAEFALSALMEIPSQYKAT
LELNLLGVSRGKVIDRVPLPPPSYGAASFKTGKPSRSNSFGPSAPSSSVHDPVPRSPSRSNDASENHLCPICITEPKNMA
FVCGHQTCCGCGETISLCPICRVPIETRIRLY*                                               
>Mgut_mgv1a026358m                                                              
MENSQRLEDELPRLRLCRQMAEVQLPENARSSESSGPMEYSSERRIGRMTCMMCLQNDVSVVLLPCMHQVRYFPCFERNC
SAVRANCPYCNVRIEPSIRLFGPSS*                                                      
>Mgut_mgv1a018820m                                                              
MAGSKRGKQSKGKGTHKSKNSDTIEKKPESSISNAVSTSTSGYDENELERFLYIKIETLYAKSKDSLLKIGYSLAEIEKL
ILSVGLIHGQMDHLSNIMTNSIAFIEKRIELKRQAFQDMDELYKSMFEALVGYVMRTRADIRRYDAMWYLLVRKWGRVPP
NIEVSDSIPSHGSYEEVGIMKRINYTHLQESYLVFNVLNLRDDMQRKAEDPVITQDAITSCSYETYLDQFLDSNSDGLKN
ALILDLVKSTRDLEEKSNEQKEWAQRKLVDSARWFSKHFMELNLLRREACSDKDKMKDEKLPAEKEHVLKLTTMEHYFRK
VNFEANFITDYVRRLETQNAQIRADPEALTSNGSESERELKEIRKRKKKWKKNLSDVEKQISNNLSQCDEEKQRAITLRK
RRRINRKSTPYIVPFGIIFFLPVQFQNDVVLSTSGFIVKWRQEKARMFEIGKANARTELLRLQQKLELGSQAEMDNCRRL
EDELMRLHLCQQMAEVQLTENARSSESSATMEYSSERRIGLMTCMMCLQNDQSVVLLPCAHQVLCFPCFERNCSAVGANC
PVLQCSDQTEHYTVWS*                                                               
>Mgut_mgv1a019694m                                                              
MGAKKSKEVGEKLSEESEDYNSADSNFGSDTEAGYTRIGDNYTSLDQVESALRKYGWDSSNLIVGIDFTKSNEQSGRESF
GGRCLHHITDNNNDEANNNLLNPYEHAIQIIGSTLSSYDEDNQIPCFGFGDVSTNDQHVFSFYPDSRPCNGFEEALSRYR
EIVPNVQLSGPSSFAPIIETAIGIVDQSGGQYHILLIIADGQVTRSVDTEAGKLSPQEQSTVNAIVEASKYPLSIIFVGV
GDGPWDKLIEFDDNIPIRAFDNIQFVNFTEIMSSNVDLPEKEEKFALAALMEIPIQYKAIRELDLLSKHIGSRMRTPLPP
PSENLYPDLTELDSHYSPHFGGSSSSHKCPVCYRSERDLVLGCGHHTCHDCGSDLFWCPICLDKITDRVKLCDQE*    
>Mgut_mgv1a025493m                                                              
MTAMRFLSLVGNSFGCSASGERLLSAARDGDFQEAKALLEYNPRLARYSTFGVRNSPLHFSAAQGHHEIVSLLLELGVDV
NLRNYRGQTPLMQACQYGHWEVVQTLILFKANIHRADYLNGGTALHLAALSGFFQCIRLLLADHIPSTANSYRSLRKRSR
NDESVSEFDERALHAIINRPADGGITALHMAALNGHVETVHLLLDLGASVSKITVQDGATIDLIGAGSTPLHYAACGGNA
QCCQLLIARGASLSKENANGWTPLMVARSWHRDWLEDILNQQSGPKRRLSPSPYLCLPLMSIVGIARECGWRNDDAQSTC
VDPCVVCLERKCTVAAEGCLHEFCTHCALYLCSTSSTSTVSPGPPGSIACPLCRQGIISFVKLAGTKPIAAKEITRTKSL
PEPSRTETPLCGPDIQCARLPLLGAPLQSVNCHNFGSGKLGHGICMGARETSPKNAGSTLGNGLVRCSKSGLKRSDSQSE
GRKWLCSLMQSVPPAEE*                                                              
>Mgut_mgv1a002013m                                                              



MGCTVREKHIRTNRRTRSVKPESDHSAAVNGNGNGEKSGNVKIKPKNYHMALSTLTQNANPNSAFDDNGWGYCTEEQLEE
ILLKNLEFLYNEAISKLVTLGYDDDVALKAILRNGHCYGGMDVLTNILHNSLAYLNSGASSVGNGDEAEASFSDLRQLEE
YSLTGMVCLLQQVKPNLSRGDAMWCLLMSDLHVGRASVIDIPVMPSTNGDGDEDGVESEPAPVAVNGGGGAHEGPVGVAP
ALCRFHGGWGFGTGGTAEFPMTGMKSFLTYASEMALQREIECPKRFNLSPSMKSLLKRNVAMFAAGFRANSKQFPNNSQS
HACPSSLSGGPAAAAEESPYVKNQDVVNSVMSKFQELNLDESKEQVPLDQKDEMILSLIHQIKDLEKQVKERKEWAHQKA
MQAARKLSHDFTELKTLRMEREETQRLKKGKQTLEDTTLKRLTEMENALRLASGQVDRANGSVRKLETENAEIRAEMEAS
KLSASESATTCSEVEKREKKCRKRLLAWEKQKAKMQDEITAEKQKIADLLRELAQVEADTKASEEKWRQTQKSKELALTQ
LEEERRLKEASEANNKRKLEALRLKIEIDFQRHKDDLQRLEQEYSRLKENSPQSTTTDAVNQSNNNNNDPRVEDSNGLSN
DPLGKETIAKVLKGLDEIKNPVEKQVICDRRCMLCMKDEVSVVFLPCAHQVICASCNDTYGKKGRATCPYCKVPIEQRIR
VYGASS*                                                                         
>Mgut_mgv1a021181m                                                              
MLAIRGEEIRTAEIHKANSRAELTKLRQKREMESQLGRDDFQRLEDELSRLRVSQQMRESGDSSYEDAEATSSESSAPID
TSERSFRHWICMMCLENEVSVVFLPCAHQVLCFPCHERNLSIVGAQCPYCHVGIEESIKVFGPSS*              
>Mgut_mgv1a012582m                                                              
MLQRQVRRSSLRESIKALEADVHHANNLVAALPREIGGGDSIQMKLSFGPFTPFLLFICEWVDFSCFEAFLGFLGLFHIL
IYRVYVDGMPIVSQEERKASLREFYAVIYPMLKQLEGNLAGLMEDNLKRNQESEVEKNKNLCADYERDDECGICMEMDCK
VVLPICGHSMCISCFNNWYVRSQSCPFCRGSLKRVASGDLWVLTGESDVVDPTTLAKENLRRFYLYIDKLPVLVSEENLL
MYNYMM*                                                                         
>Mgut_mgv1a019471m                                                              
MKLRCAELKQMVKEKEHMYAVLAEEIITYEIRKANSRAELIKLRQKVEIDTQVLRDDCRRLEDELSRLLIARQTPDVPPQ
SGDSSCDKAEATSSEPSAVVESSKRRVAHWICMMCLENEVCMVYLPCKHHVVCFPCHERNLNIVGAKCPACHVGIEESLK
VFGRSS*                                                                         
>Acoe_001_00161                                                                 
MGGRSSKGSNYGHSSSSFGSSSSWSQHGYPQSPYGQENQNHAPRQNYVSPQTYAPPPSNYGRPQKKLERRFSRIADNYNS
LEQVTEALAQAGLESSNLIVGIDFTKSNEWTGLTSYICSLHYLSDTPNPYEQAISIFGRTLSAFDEDNLIPCFGFGDAST
HDQDVFSFYSDEKPCNGFEEALSRYREIVPNLRLAGPTSFAPIIEMATTIVEQNGGQYHVLLIIADGQVTRSVDTERGQL
SQQEQKTVEAIVKASEYPLSIILVGVGDGPWDMMREFDDNIPARAFDNFQELYISTKDLKKIMSKNVNITRKETEFALAA
LMEIPSQYKATMELNLLGSTNGKFAERVPLPPPLYGPASFDTKKPSRSSSFQQSTPAYNPHPTSTGTAPPESSHFDNKVC
PICLTDPKDMAFGCGHQTCCDCGQDLQLCPICRTPIQTRIKLY                                     
>Acoe_002_01096                                                                 
MLRRKAMSWRRVAKSAQALAAHGLLFSFTLLLVLKLDHTISSSWWLVFAPLWLFHAVVARGRFSLPAPSIPHDRHWAPCH
AVVATPLLVAFELLLCIYLENIYVHSFAAVNLKIVFLPLLAFEILILIDNFRMCRALMPGDEESMSDEAIWETLPHFWVA
ISMVFFVAATTFTLLKLSGDVGALGWWDLFINFGIAECFAFLVCTKWSNPVIHRQSQDREASSSSNAIRYLDWNSGLVVS
SEEDPYQDRLCGLQDIGGHVMKIPVVAFQILLCMRLEGTPRGARDIPLPVLFTPLFLLQGAGVLFATSRLVEKIVLLLRS
GASTGRYFTVSARVRDCFGFLHHGSRLLGWWSIDEGSREEQAQLYHSGSVGYNTFCGYPPEIVKKMPKKDLAEEVWRLQA
ALGEQAEITKYSQQAYERLQSEKVLCRVCFEGEISVVLLPCRHRILCRYVLPFRRCLMSSSFSFSISVSLFLCCDVLTAP
ALRSVRNALFVESVMLRRKAMSWRRVAKSAQALAAHGLLFSFTLLLVLKLDHTISSSWWLVFAPLWLFHAVVARGRFSLP
APSIPHDRHWAPCHAVVATPLLVAFELLLCIYLENIYVHSFAAVNLKIVFLPLLAFEILILIDNFRMCRALMPGDEESMS
DEAIWETLPHFWVAISMVFFVAATTFTLLKLSGDVGALGWWDLFINFGIAECFAFLVCTKWSNPVIHRQSQDREASSSSN
AIRYLDWNSGLVVSSEEDPYQDRLCGLQDIGGHVMKIPVVAFQILLCMRLEGTPRGARDIPLPVLFTPLFLLQGAGVLFA
TSRLVEKIVLLLRSGASTGRYFTVSARVRDCFGFLHHGSRLLGWWSIDEGSREEQAQLYHSGSVGYNTFCGYPPEIVKKM
PKKDLAEEVWRLQAALGEQAEITKYSQQAYERLQSEKVLCRVCFEGEISVVLLPCRHRILCSTCSEKCKKCPVCRVCIEE
RLPVYDVMLRRKAMSWRRVAKSAQALAAHGLLFSFTLLLVLKLDHTISSSWWLVFAPLWLFHAVVARGRFSLPAPSIPHD
RHWAPCHAVVATPLLVAFELLLCIYLENIYVHSFAAVNLKIVFLPLLAFEILILIDNFRALMPGDEESMSDEAIWETLPH
FWVAISMVFFVAATTFTLLKLSGDVGALGWWDLFINFGIAECFAFLVCTKWSNPVIHRQSQDREASSSSNAIRYLDWNSG
LVVSSEEDPYQDRLCGLQDIGGHVMKIPVVAFQILLCMRLEGTPRGARDIPLPVLFTPLFLLQGAGVLFATSRLVEKIVL
LLRSGASTGRYFTVSARVRDCFGFLHHGSRLLGWWSIDEGSREEQAQLYHSGSVGYNTFCGYPPEIVKKMPKKDLAEEVW
RLQAALGEQAEITKYSQQAYERLQSEKVLCRVCFEGEISVVLLPCRHRILCSTCSEKCKKCPVCRVCIEERLPVYDVMLR
RKAMSWRRVAKSAQALAAHGLLFSFTLLLVLKLDHTISSSWWLVFAPLWLFHAVVARGRFSLPAPSIPHDRHWAPCHAVV
ATPLLVAFELLLCIYLENIYVHSFAAVNLKIVFLPLLAFEILILIDNFRMCRALMPGDEESMSDEAIWETLPHFWVAISM
VFFVAATTFTLLKLSGDVGALGWWDLFINFGIAECFAFLVCTKWSNPVIHRQSQDREASSSSNAIRYLDWNSGLVVSSEE
DPYQDRLCGLQDIGGHVMKIPVVAFQILLCMRLEGTPRGARDIPLPVLFTPLFLLQGAGVLFATSRLVEKIVLLLRSGAS
TGRYFTVSARVRDCFGFLHHGSRLLGWWSIDEGSREEQAQLYHSGSVGYNTFCGYPPEIVKKMPKKDLAEEVWRLQAALG
EQAEITKYSQQAYERLQSEKVLCRVCFEGEISVVLLPCRHRILSPALRSVRNALFVESV                     
>Acoe_002_01339                                                                 
MAQVSNLPCDGDGVCMLCKTKPPEEETLTCKTCITPWHVACLSSPPETLLDSIDWDCLDCSSIYAAVGETSNTNIVPVGQ
SDGSDNLIAAIKAIEADESLTEQEKAKKRQLLMTKGKGIADLDDDDDDDENKKKSGGKDMTDHLDAGLYCVFCFKLPERP
VSTPCGHNFCLKCFQKWTSKKNFTCAKCREPIPPGMASQPRINAAVVATIRMAKAAMLISSEAPQKVNHFVHNQERPDKA
FTTERAKRTGKANACSGKIFVTVPPDHFGPILAENDPVRKQGVLVGEVWEDRMECRQWGAHLPHVAGIAGQSEYGAQSVA
LSGGYADDEDHGEWFLYTGSGGRDLSGNKRTSKDQAFDQKFDKMNEALRVSCKKGYPVRVVRSHKEKRSAYAPTDKGVRY
DGVYRIEKCWHKIGKQNHKVCRYLFVRCDNEPAPWTSDEHGDRPRPLPVIEELKAATDVTEREEDPSWDYDEEESCWKWK
RPPPLSRKAMDAKNPEDRKRARKATKKAENLSGRDKLLKGLSCTICRNVMKLPVTASCGHSFCKSCLEGAFSGQTFVRER



NCAGRRSLRAKKNVLKCPDPECLIDISESIKNPQVNRGLMGTIESLQVNPEEIDEDASNEESAGNIKADNKAKRAYKRRK
INNDNNSPEEQNFDSVSGHTKEAMDVENQSPTIESNPKITASKDSPSSTLAQLDADDLE                     
>Acoe_002_01462                                                                 
MESNPPFLLEDFGQRVDLTRRIREVLVNYPEGTTVLKELIQNADDAGATKVCLCLDRRVHGVDSLLSDKLAEWQGPSLLA
FNDAEFTEDDFASISRIGGSQKHSQAWKTGRFGVGFNSVYHMTDLPSFVSGKYIVLFDPQGVYLPNVSAANPGKRIEYVS
SSALSIYKDQFFPYCAFGCDMIKPFPGTLFRFPLRNADQAAVSKLSRQAYSEDDISSMFVQLYEEGVFTLLFLKNILSVE
MYVWNADASSPHKLYSCSVSSKNDDTVWHRQALSRLSNSFNSVNNEVDSFSLDFLSESHAGQQLEKKECTFFIVQAMASK
SSRISDFAAAAAKDYDIHLLPWASVAACTSDGVSEAGFLKHGRAFCFLPLPLRTGLTVQVNGYFEVSSNRRSIWYGADMD
RGGKLRSDWNRLLLEDVVAPVFVRLLLGVRDLVPSEWYHSLWPNGSFEEPWNFLVEHIYRSIGNSPVLHSDLDGGKWVSP
TEAFVHDEQFIKSKELSETLLLLGMPIIHFPSSLVNMFMSYDSSFQQRLVSPATVRIFLRQCETLTTSSGLCKLILLEYC
LQDLIDTDVGKYAYGLPLVPLASGEFGYFSEASKGNSYYICSELEYRLLHKMSNRIIDVNIPPNILNRLSAITEASGANI
VFFNVQCLLQLFPAFVPANWRYERRVLWDPESNVSHPASSWFMIFWQYLRDQDEALSLFGDWPILPSTSGHLYAPLKNTK
LVNTESLPNTMKDLLVKIGCRVLDPKYRIHHLDLSQYLYSANGAGVLDAIFDVFSPNEDILQTFLHIEVLEKIELRKFLL
DPKWYVGDSITNFQIRNCKRLPIFEVYSGASTCTQDFSDLEHTRKHLPPLNVPECLLGGQFIKSSCTTEEEILLRYYGID
RMGKVCFYKKQVFNRIHALQPEVRDSVMLSILCDLPQLCVEDVSLREALRKLEFVPTGDGSLKCPQVLYDPRNEELYALL
EDSDSFPSGLFQESGVLDMLQGLGLRTAVSPETVVQSARQIELTGHKDQAKAHSRGKVLLSYLEVNANKWMSKPPNGGLR
MMSRTISRVATGFKLQTLESDLEKLWNDLRMISWCPVIVQAPYSSLPWPIVSSMVAPPKLVRLQTDLWLVSASMRILDGE
CSSTALSIGLGWSSPPGGNVIASQLLELGRNNEMITDQILRKELALAMPRMYSILTAMIGSDDMEIVKLILEGCRWIWVG
DGFATASEVVLNGPLHLAPYIRVIPVDLAVFRLLFLELGIRDFLKPTDYASILSTMAERKGTIPLDAHELRAVLLIVQQL
TEGHFQDQQVPIYLPDVSSRLFPSTSLVYNDAPWLLDSEDPECAFENIPSVPLSSKGTTHKLVHGNISKGVAEKLGVCSL
RRILLAESADSMNLSLSGAVEAFGQHEALTTRLKHIVEMYADGPGILFELVQNAEDAGASEVIFLLDKTHYGTSSVLSPE
MADWQGPALYCFNSAVFSPQDLYAISRIGQDSKLDKPFAIGRFGLGFNCVYHFTDIPSFVSGENIVLFDPHASNLPGISP
SHPGLRIKFVRRKILEQFPDQFSPYLHFGCDLQQPFPGTLFRFPLRSESAASKSLIKREKYAPEDVLSLFSSFSEVVSET
LLFLRNVKTISIFVKDGNGQDMNLLHRVQRHHVTDLETESHHLNSMLNYIHGNQQHSGMDKDQFLNKLSQTSDRDLAWNC
KKIMVTEQDHCGAKSHFWMMSECLGGGHTSKNSLSLEIKSHKLIPWACVAAYLHTVNVKETKESGVKTTEGEPSSEPSSV
TTDALLVPLDSMQYRRDFEGRAFSFLPLPISTGLPLHVNAYFELSSNRRDIWFGNDMAGVGKARSDWNIHLLENVTAPAY
GHLLEKAAIEVGPSDLFTSFWPTVVEIEPWASMVRKLYMSIADLGLRVFYTKARGGQWISTKHAVFPDFRFPKVSELVEV
LSDVGLPLVNVSKPVVERFMEVCPSLYFLSPQLLRTLLIRRKRGFKNKSAMILTLEYCLSDVIEPVCSDSLYGLPLVPLA
SGSFSTFNKRGEGERVFITRENEYDLLKGSISNLLIDRSIPEELQKKMFDIAHCGDSNISFLTCHMLEELFPRILPPGWK
NCKQVSWTPGFQGQPSLDWIGLLWSYLRSSCDDLSVFSKWPILPVENNTLLQLVRNSYVIRDEGWSENMLSLLQKLGCLF
LRSELRIEHPQLKDFVQEPSVIGILNALLGVSGEARCIERLFINASEGELHELRSYILQSKWFIEGKIDGTLIDMIKQLP
IFESCESRKLVSLSQPTKWISPVDINKDLLDEAFVRTESEKEKFILRNYLGIREPTRAEFFKDHILHRMPQFISQPKTLA
AIFSDMMLLIKEDTSIKSLLSQSPFVLTVDGTWQHPSRLYDPRVPGLQKLLHKETFFPSDKFVETEILDALVTLGLKKSL
GLSGLLDSARSISLLHDSGDSEAMIYGRRLLACLDALGCDLSKGKRDSHREYGNTQFDQTDTDLGSSDAEYADSSVTGEE
NCHKWDMEIFHCLGDVIQHELDESFWSEMKTITWCPVYVEPPLQALPWLIPKKHLAPPALARPKSQMWIVSSMMHVLDGE
CRSMYLQRKLGWMECPNVDVISTQLIELSKSYNQLKLHTLEESVVNDALQREIPELYCKMQGFIGTDSFMILKSALDGVS
WVWIGDNFVSPNSLAFDSPVKFHPYLYVVPSELSEFKDLLLALGVKLTFDTSDYVRVLQLLNRDIKGVALSQEQLDFVHC
VLEAVADCYADMPLNDASSSPLLLPDSCGVLMCAEDLVYNDAPWMENNNFGARHFVHQNINNDLADRLGVQSVRCLSLVD
EEMMKNLPCMDYGSIKELLALYGGSDFLLFDLLELADSCKAKKLHLIFDKREHPRQSLLQHNLGEFQGPALVAVLEGGTL
SQEEISNLQRRPPWRLHGNTLNYGLGLLSCYFVCDLPMILSKGYLYMFDPLGKAFTPQAASGKMFSLTGTNLVERFHDQF
NPMLISQNMSWSSSDSTVIRMPLTSECMIDQLDYGPKRIKGIFDKFVNHASASLLFLKSVFQVTLSTWEQEDIRPCQYHS
VCVDPSSAMLRNPFPEKKWRKFHISRLFSSSNAAIKIHSIDVHMVQRETTVVDKWLVVLSLGSGQTRNMALDRRYLSYNL
TPVAGVAAHISRNGEIVNSHFSSCILSPLPLSGDLSIPVTALGCFLVRHNGGRQLFNIQNSTVLTEPQLDTENHLIEAWN
RELMSCICDSYVELVLVMQDPARIMSLTSSSESGSVHAVSLMLQAYGDQTYIFWPRSIVKSLSADLPNSDSTKPCLLKEF
EEEWECLIKQVIRPFYTRLVDLPVWHLYSGKLEKAEKGMFLAQPGTGVSDTLPPFAVCSFIKEHYPVFSVPWELVKEIQA
VGVAVREIKPKMVRDLLKASSTSIAPQEVETYIDILEYCLSDIELHSNSGADASVEQEEGSSNTAASNSNSQGGDALEMM
TSFGKVLLDFGRVVVEDIGRAGGPSIPRNASTSNNSRARNHNLKFQSIAAELKGLLCPTATSKLARLGVTELWVGSKEQQ
TLMRPLAGKFIHPKCLERKNLADIFSNQSIQISLKLQSFSYYLLANHMKYLFSEHWVSHVNGSNKAPWFSWENSLSFSGE
GGPSPEWIRLFWRNFNVSSGDVSLFSNWPLIPAILGRPVLCRVQEYRLVFIPPRISNRTPIDETSVSSNEGYDLPGSLET
GDSRSEIIQSYLSGFEDMKLRYPWLSSLLNQCNIPVYDTSFLKCAAPCNCFPSPGQSLGQVIASKLHAAKHAGYFSEPDF
PVAASRDELFDLFASDFTSNGSAYSTEEFDMLRALPIYRTVMGTYTRLLGREQCIISPNSFFQPIDERCLSYSANSGGYL
LFRALGVIELHDKEVLVKFALPAFEQKSRNEQEDILIYLYMNWQELQVDSSVLGSLKETKFVKSSNELSKELFKPKDLLD
PSDSLLTSVFSEEKNKFPGERFNSDEWLRILRKAGLRTAAEADVILECAKKVEYLGVEYMNRVEDPDDFETNSNRQNEIS
PEIWSLAVSVVEYIFSNFAIFYGNNFCDMLSKIAFIPAEKGLPNVVGRKRGKRILCSYSEAIMLKDWPLAWGIAPILSGQ
NIFPPEYSWGALHLRSPPAFSTVLKHLQVVGVNGGEDTLAHWPISSGMMTIEEASCEVLSYLDKMWGSLSSADVSELQKV
AFLPVANGTRLVSANSLFVHLSINLSPFAFELPTRYLPFVKVLKNLGLQDAFSVNNAKDLLLNLQKACGYQRLNPNELRA
VMQILHFICDAAILESSGDFNWVLEAIVPDDGGRLVLARSCVYIDSYGSQFIGCIDTSKIRFVHPDLPDRICTALGIRKI
SDIVVEELDHGNELQYLDQIGSVQLATVRDRLLSRSFQDAVWTVVNSLTSLLPAFKDMTFERIQSSLVYVAEKLQFVQCL
RTRFVLHPKSLDITRVAKDSVIPEWKVESGHRSLHFVNQSKTCAYVAEPPHYISVFSVIAIIISQVLGSPIPLPIGPLFS
SPEGSEKAIVDALKLGCDLKENDARGGVNHLIGKELLPHDARQVQFHPLRPFYTGEIVAWRTGKDGDKLKYGRVLEDVRP
SAGQALYRFKVETAPAVNETLLSSHIFSFRSISTENEDSSSTRLDGSNECMENRKCLPVLQIAGGNKPRSQPQTANELQY
GRVSAAELVQAVHDMLSMAGVSLDTEKQSLLQTSLSLQEQLKESQAELLLEQEKADAAAKEADLAKAAWSCRICLSAEID



TTIVPCGHVLCRRCSTAVSRCPFCRLQVSKTIKIFRP                                           
>Acoe_003_00026                                                                 
MGQGLSCRGSIEHQDLFSSVQVGDLDNFEALLERDPSLLHQSSIYDRLSALHIAAANGQIEVLCMILDRSVNPDILNRHR
QTPLMLAAMHGRLACVLRLLQAGANILMFDSVQGRTCLHYAAYYGHSDCLQAILDAAHSSPVADSWGFVRFVNVRDGNGA
TPLHLAARQRRSECVHMLLDSGALVCASTGGYGLKCSCPGSTSLHLAARGGSLDCIRALLAWGADRLQRDSSGRIPYVVA
LKYNHGRCAALLNPSSAEPLVWPSPLKFISELNQEAKVLLERALMEANMEREKNILKGTSHSQLPSPSHSDSGVEDNISE
ASDSELCSICFDQVCTIEVQDCGHQMCAPCTLALCCHNKPNPTTASITSPVCPFCRSNIAQLVVVKTKNNDQDIDKDLSS
SKLRKSRRSRNYSEGSSSFKGLSTMGSFGKMGGRVSGKVAAECSDWVDKPMGQGLSCRGSIEHQDLFSSVQVGDLDNFEA
LLERDPSLLHQSSIYDRLSALHIAAANGQIEVLCMILDRSVNPDILNRHRQTPLMLAAMHGRLACVLRLLQAGANILMFD
SVQGRTCLHYAAYYGHSDCLQAILDAAHSSPVADSWGFVRFVNVRDGNGATPLHLAARQRRSECVHMLLDSGALVCASTG
GYGCPGSTSLHLAARGGSLDCIRALLAWGADRLQRDSSGRIPYVVALKYNHGRCAALLNPSSAEPLVWPSPLKFISELNQ
EAKVLLERALMEANMEREKNILKGTSHSQLPSPSHSDSGVEDNISEASDSELCSICFDQVCTIEVQDCGHQMCAPCTLAL
CCHNKPNPTTASITSPVCPFCRSNIAQLVVVKTKNNDQDIDKDLSSSKLRKSRRSRNYSEGSSSFKGLSTMGSFGKMGGR
VSGKVAAECSDWVDKPMGQGLSCRGSIEHQDLFSSVQVGDLDNFEALLERDPSLLHQSSIYDRLSALHIAAANGQIEVLC
MILDRSVNPDILNRHRQTPLMLAAMHGRLACVLRLLQAGANILMFDSVQGRTCLHYAAYYGHSDCLQAILDAAHSSPVAD
SWGFVRFVNVRDGNGATPLHLAARQRRSECVHMLLDSGALVCASTGGYGCPGSTSLHLAARGGSLDCIRALLAWGADRLQ
RDSSGIPYVVALKYNHGRCAALLNPSSAEPLVWPSPLKFISELNQEAKVLLERALMEANMEREKNILKGTSHSQLPSPSH
SDSGVEDNISEASDSELCSICFDQVCTIEVQDCGHQMCAPCTLALCCHNKPNPTTASITSPVCPFCRSNIAQLVVVKTKN
NDQDIDKDLSSSKLRKSRRSRNYSEGSSSFKGLSTMGSFGKMGGRVSGKVAAECSDWVDKP                   
>Acoe_006_00086                                                                 
MAASSSSRGRSSSPFGYRKPSSPYSSTSSTSSLINNNNNNGGGGGRSSIPRSCSSSASSFYGSGNGFSSSKSINRSRSEP
MYRGVGGNTSLKLQGNRTPVPFPTAEELIGEPVDASRSGDSISVTIRFRPLSEREFQKGDEVSWYADGDKIVRNEYNPAT
AYAFDRVFGPSTNSKVVYDVAARPVVKSAMEGVNGTVFAYGVTSSGKTHTMHGDQNSPGVIPLAIKDVFSIIQDTPGREF
LLRVSYLEIYNEVINDLLDPTGQNLRVREDAQGTYVEGIKEEVVLSPGHALSFIAAGEEHRHVGSNNFNLFSSRSHTIFT
LMIESSAHGDDYDGVIFSQLNLIDLAGSESSKTETTGLRRKEGSYINKSLLTLGTVIGKLSEGKASHVPYRDSKLTRLLQ
SSLSGHGHVSLICTITPASSNMEETHNTLKFASRAKRVEIFASRNRIIDEKSLIKKYQREISTLKQELDHLKQGVLAGIN
HEEILTLKQKLEEGQVKMQSRLEEEEEAKAALMSRIQRLTKLILVSTKNTIPGYISDVSSHQRHHSLGEDEKLDVLRESS
PLLGESESQRDSPSSVFSVPSDPSFDLRHRRSSSKWNEEHSPVISSVTESTQAGELISVSGSGSRLPTVGMTSDQMDLLV
EQVKMLAGEIAFSTSTLKRLMDQSVNDPDGSQAQIQKLESEIQEKRRQMRVLEKHITESGEASIANASLVDMQQTVMRLM
TQCNEKGFELEIKSADNRILQEQLQDKCSENKELEEKVLILQQQLASVMGDKSESISEQGGYEDYINELKRKIQSQEAEN
EKLKLEHVHQMEENSGLHVQNQKLSEEASYAKELASAAAVELKNLADEVTKLSLQNARLEKELLSAQELINSRGVGMQTI
NGVSRKYAESKIESTRHGRKGRLTLRGNEIPRTPYDESEYWNLDPDDIKMELQARKNREAALEAALADKEAAEEENRKKV
DEAKRREEALENDLASMWVLVAKLKKEGGAIPELNIDERTIDNGTDLVNDHKINDNDSTSVVLEEMQVSDSANSVDGAHL
DPLVVRLKARMQEMKDKQHEAQGTGDSNSHVCKVCFEAPTAALLLPCRHFCLCKPCSLACSECPLCRTKIADRIFAFPSM
AASSSSRGRSSSPFGYRKPSSPYSSTSSTSSLINNNNNNGGGGGRSSIPRSCSSSASSFYGSGNGFSSSKSINRSRSEPM
YRGVGGNTSLKLQGNRTPVPFPTAEELIGEPVDASRSGDSISVTIRFRPLSEREFQKGDEVSWYADGDKIVRNEYNPATA
YAFDRVFGPSTNSKVVYDVAARPVVKSAMEGVNGTVFAYGVTSSGKTHTMHGDQNSPGVIPLAIKDVFSIIQDTPGREFL
LRVSYLEIYNEVINDLLDPTGQNLRVREDAQGTYVEGIKEEVVLSPGHALSFIAAGEEHRHVGSNNFNLFSSRSHTIFTL
MIESSAHGDDYDGVIFSQLNLIDLAGSESSKTETTGLRRKEGSYINKSLLTLGTVIGKLSEGKASHVPYRDSKLTRLLQS
SLSGHGHVSLICTITPASSNMEETHNTLKFASRAKRVEIFASRNRIIDEKSLIKKYQREISTLKQELDHLKQGVLAGINH
EEILTLKQKLEEGQVKMQSRLEEEEEAKAALMSRIQRLTKLILVSTKNTIPGYISDVSSHQRHHSLGEDEKLDVLRESSP
LLGESESQRDSPSSVFSVPSDPSFDLRHRRSSSKWNEEHSPVISSVTESTQAGELISVSGSGSRLPTVGMTSDQMDLLVE
QVKMLAGEIAFSTSTLKRLMDQSVNDPDGSQAQKLESEIQEKRRQMRVLEKHITESGEASIANASLVDMQQTVMRLMTQC
NEKGFELEIKSADNRILQEQLQDKCSENKELEEKVLILQQQLASVMGDKSESISEQGGYEDYINELKRKIQSQEAENEKL
KLEHVHQMEENSGLHVQNQKLSEEASYAKELASAAAVELKNLADEVTKLSLQNARLEKELLSAQELINSRGVGMQTINGV
SRKYAESKIESTRHGRKGRLTLRGNEIPRTPYDESEYWNLDPDDIKMELQARKNREAALEAALADKEAAEEENRKKVDEA
KRREEALENDLASMWVLVAKLKKEGGAIPELNIDERTIDNGTDLVNDHKINDNDSTSVVLEEMQVSDSANSVDGAHLDPL
VVRLKARMQEMKDKQHEAQGTGDSNSHVCKVCFEAPTAALLLPCRHFCLCKPCSLACSECPLCRTKIADRIFAFPSMAAS
SSSRGRSSSPFGYRKPSSPYSSTSSTSSLINNNNNNGGGGGRSSIPRSCSSSASSFYGSGNGFSSSKSINRSRSEPMYRG
VGGNTSLKLQGNRTPVPFPTAEELIGEPVDASRSGDSISVTIRFRPLSEREFQKGDEVSWYADGDKIVRNEYNPATAYAF
DRVFGPSTNSKVVYDVAARPVVKSAMEGVNGTVFAYGVTSSGKTHTMHGDQNSPGVIPLAIKDVFSIIQDTPGREFLLRV
SYLEIYNEVINDLLDPTGQNLRVREDAQGTYVEGIKEEVVLSPGHALSFIAAGEEHRHVGSNNFNLFSSRSHTIFTLMIE
SSAHGDDYDGVIFSQLNLIDLAGSESSKTETTGLRRKEGSYINKSLLTLGTVIGKLSEGKASHVPYRDSKLTRLLQSSLS
GHGHVSLICTITPASSNMEETHNTLKFASRAKRVEIFASRNRIIDEKSLIKKYQREISTLKQELDHLKQGVLAGINHEEI
LTLKQKLEEGQVKMQSRLEEEEEAKAALMSRIQRLTKLILVSTKNTIPGYISDVSSHQRHHSLGEDEKLDVLRESSPLLG
ESESQRDSPSSVFSVPSDPSFDLRHRRSSSKWNEEHSPVISSVTESTQAGELISVSGSGSRLPTVGMTSDQMDLLVEQVK
MLAGEIAFSTSTLKRLMDQSVNDPDGSQAQIQKLESEIQEKRRQMRVLEKHITESGEASIANASLVDMQQTVMRLMTQCN
EKGFELEIKSADNRILQEQLQDKCSENKELEEKVLILQQQLASVMGDKSESISEQGGYEDYINELKRKIQSQEAENEKLK
LEHVHQMEENSGLHVQNQKLSEEASYAKELASAAAVELKNLADEVTKLSLQNARLEKELLSAQELINSRGVGMQTINGVS
RKYAESKIESTRHGRKGRLTLRGNEIPRTPYDESEYWNLDPDDIKMELQARKNREAALEAALADKEAAEEENRKKVDEAK
RREEALENDLASMWVLVAKLKKEGGAIPELNIDERTIDNGTDLVNDHKINDNDSTSVVLEEMQVSDSANSVDGAHLDPLV
VRLKVNSDVSFQ                                                                    



>Acoe_009_01076                                                                 
MTDFEPLQQKQDSSDACSDFERGLEELMRERLNDCMPLASCSATRDQDDDDDEGDQLVRRRRRSDLDGDDLAESSAARRR
HTRILSRWAQRQAEEMITTIERRNRESELMALAGLHTVSMLDSSFLRESQSPTSRRQGAVERPNTQASSLLQMWRELEDE
HVLNRARERVRERLRHQRSVESNTNLSTTTMSESRVSEHQDSSVASESENEYGMWSQGPIDSHNERGNHSLSSREQSPDL
GEVDRERVRHIARGWMDSGLSDHASNVSHRNSPRAEWLGETERERVRLVREWVQMTSQQRGARSGRRDEQATLSQTNQVR
DGLVVDHDEIQPEHVRRDMRRLRGRQAVLDVLVRIESERQRELQGLLEHRAVSDFAHRNRLQSLLRGRFLRNERPTEDER
PPSMAASELGQLRQRQTVSGLREGFRSRLENIVRGQVSSQSDTLSNNINGSQNEHNETSISQEVPHEGHEQSEPRSQESV
RSSPDHTRDLESDTAAESINWQQTATQEADWQDQVTEDERINWQQSADVTFNDWEDTNEDEMEGNWQENIATDWPQGTAE
NDDEEDSRIQEAHEWHEDDSQDAASSWPDGHSDPPRTRRAVPSRRANRFHPPDDDNVYSMELRELLSRRSVSNLLRSGFR
ESLDQLIQSYVERQSRSPIDWDLHRNLPTPASPEQEQVQQRDDRSDDQPDTVSRPSLVMPSPPVPPPQPLWHQALHHANW
PRHSMHRTEFEWEIINDLRSDMARLQQGMSHMQRMLEACMDMQLELQRSVRQEVSAALNRSAGGPDAGVETSEDGSKWGH
VRKGTCCVCCDSHIDSVLYRCGHMCTCSKCANELVRSGGKCPLCRAPIVEVIRAYSILMTDFEPLQQKQDSSDACSDFER
GLEELMRERLNDCMPLASCSATRDQDDDDDEGDQLVRRRRRSDLDGDDLAESSAARRRHTRILSRWAQRQAEEMITTIER
RNRESELMALAGLHTVSMLDSSFLRESQSPTSRRQGAVERPNTQASSLLQMWRELEDEHVLNRARERVRERLRHQRSVES
NTNLSTTTMSESRVSEHQDSSVASESENEYGMWSQGPIDSHNERGNHSLSSREQSPDLGEVDRERVRHIARGWMDSGLSD
HASNVSHRNSPRAEWLGETERERVRLVREWVQMTSQQRGARSGRRDEQATLSQTNQVRDGLVVDHDEIQPEHVRRDMRRL
RGRQAVLDVLVRIESERQRELQGLLEHRAVSDFAHRNRLQSLLRGRFLRNERPTEDERPPSMAASELGQLRQRQTVSGLR
EGFRSRLENIVRGQVSSQSDTLSNNINGSQNEHNETSISQEVPHEGHEQSEPRSQESVRSSPDHTRDLESDTAAESINWQ
QTATQEADWQDQVTEDERINWQQSADVTFNDWEDTNEDEMEGNWQENIATDWPQGTAENDDEEDSRIQEAHEWHEDDSQD
AASSWPDGHSDPPRTRRAVPSRRANRFHPPDDDNVYSMELRELLSRRSVSNLLRSGFRESLDQLIQSYVERQSRSPIDWD
LHRNLPTPASPEQEQVQQRDDRSDDQPDTVSRPSLVMPSPPVPPPQPLWHQALHHANWPRHSMHRTEFEWEIINDLRSDM
ARLQQGMSHMQRMLEACMDMQLELQRSVRQEVSAALNRSAGGPETSEDGSKWGHVRKGTCCVCCDSHIDSVLYRCGHMCT
CSKCANELVRSGGKCPLCRAPIVEVIRAYSIL                                                
>Acoe_011_00438                                                                 
MGGRSSKGSNYGHSSSSFGSSSSWSQHGCPQSPYGQENQNHAPQQNYVSPQTYAPPPSNYGRPQKKLERRFSRIADNYNS
LEQVTEALAQAGLESSNLIVGIDFTKSNEWTGARSFNRKSLHYLSDTPNPYEQAISIFGRTLSAFDEDNLIPCFGFGDAS
THDQDVFSFYSDEKPCNGFEEALSRYREIVPNLRLAGPTSFAPIIEMATTIVEQNGGQYHVLLIIADGQVTRSVDTERGQ
LSQQEQKTVEAIVKASEYPLSIILVGVGDGPWDMMREFDDNIPARAFDNFQFVNFTEIMSKNVNITRKETEFALAALMEI
PSQYKATMELNLLGSTNGKFAERVPLPPPLYGPASFNTKKPSRSSSFQQSTPAYNPHPTSTGTAPPESSHFDNKVCPICL
TDPKDMAFGCGHQTCCDCGQDLQLCPICRTPIQTRIKLYMGGRSSKGSNYGHSSSSFGSSSSWSQHGCPQSPYGQENQNH
APQQNYVSPQTYAPPPSNYGRPQKKLERRFSRIADNYNSLEQVTEALAQAGLESSNLIVGIDFTKSNEWTGARSFNRKSL
HYLSDTPNPYEQAISIFGRTLSAFDEDNLIPCFGFGDASTHDQDVFSFYSDEKPCNGFEEALSRYREIVPNLRLAGPTSF
APIIEMATTIVEQNGGQYHVLLIIADGQVTRSVDTERGQLSQQEQKTVEAIVKASEYPLSIILVGVGDGPWDMMREFDDN
IPARAFDNFQFVNFTEIMSKNVNITRKETEFALAALMEIPSQYKATMELNLLGSTNGKFAERVPLPPPLYGPASFNTKKP
SRSSSFQQSTPAYNPHPTSTGTAPPESSHFDNKVCPICLTDPKDMAFGCGHQVKTLGPLDAIL                 
>Acoe_013_00388                                                                 
MGNSFGCSASGERLVSAARDGDLVEAKMLLEFNPSLAKYSTFGGLNSPLHFASARGHNEIVALLLENGADVNSRNYCGQT
SLMHACRYGHWEVVQTLLLYRSNVTRADYLSGRTALHFAAVNGHVRCIRLVVADFIPSAPFEVISAQTNSDKGSGPNSKN
KYNQFALSKFVNKAADGGITALHMAALNGYFDCVQLLLDIQAKVSAVTFHYGTSMDLIGAGSTPLHYAACGGNLKCCQVL
LARGASRLKLNCNGWLPLDVARIWRRQWLEPLLSPNSDLDIPTFAPSSYLSLPLLSVLNIARECGLQSSASSDESDVCAV
CLERTCTVAGEGCGHALCVRCALYLCSTSNIPSEMSGPSGSIPCPLCRHGIISFAKLPCIEAKELKLHLSLGLCTSCILH
HCDSDSSAIACKPDIRRNRVASVSSDMFCPVSCSPFPSVAIPLCSCNNELCSSVEPHEGETQDESPRHSQAILEEQDKMD
GQRLPKTTCTNMFWSRRSCHREHQCNSEINS                                                 
>Acoe_013_00798                                                                 
MGSTESDRKRRHFNSVSPTAALSATKKHPLLPISEEKKLDTAVLKYQNQKLVQQLEVQKAEYIATESKLCELKDKQQASD
DTLTVIKRSWNKLIDDLESCSIGTKGSNANGQDIKDLSVLSDKVSPSPEDTFFSRLVDNGATESCSTNKTFNQVEVDCEV
YSAKTRNILHNIVTSISDVWNLERGMLAAMSEALPRTDPSRLKTTNDLATEVKNLRLALGDLHLKHKLVAGELQSHRDIN
AKDKAELKRLEGELKNTVLELNENNEKLASLKAQRDAAKGASFPVLSLGNSRVSGDKGRDKQKDVQDMESELKDLMDLAS
SRLLELKSLHEQRIGILNKLLGLQTSMKSVKHITSTQAYRLVSDQLEKSKTELARYQALFEKLQVEKDNLVWREAEVNLK
IDLADIFQRASAVADSRISGLEKLIQKQIDDRNMLEAKLEEASREPGRKEIITEFKALVSSFPKKMSIMQNQLSNYKEAA
SEVHSLRAEVQSLSNILTKKLKELELLSGRCASQSAEIQKLKAMAHDLRDSDQELKLFLEMYQRESTESRELMEARDSEY
HAWAHVQSLKSSLDEHSLESRVKAANEAEAISQQRLATAEAEIADLRQRLDTSTSDVSELSDVLKSKHEEGEAYLSEIET
IGQAYEDMQTQNQHLLQQITERDDYNIKVLVLEGAKARQLQDALRMEKQTMETELRQANASMDFYSMKGARIEDQLRMLS
EHREKLGEDKRRSSAILDNIQRRLLDSRRESQKLRGSLGESQSKVEGRRMHIAELQIELENERFTKKRVEEDLEVARRKA
ARLKAHTEGSSALGKLQQEVREYREILKCSICHERPKEVVITKCYHLFCNTCVQRILESRHRKCSVCAASFGPNDVKPVY
IMGSTESDRKRRHFNSVSPTAALSATKKHPLLPISEEKKLDTAVLKYQNQKLVQQLEVQKAEYIATESKLCELKDKQQAS
DDTLTVIKRSWNKLIDDLESCSIGTKGSNANGQDIKDLSVLSDKVSPSPEDTFFSRLVDNGATESCSTNKTFNQVEVDCE
VYSAKTRNILHNIVTSISDVWNLERGMLAAMSEALPRTDPSRLKTTNDLATEVKNLRLALGDLHLKHKLVAGELQSHRDI
NAKDKAELKRLEGELKNTVLELNENNEKLASLKAQRDAAKGASFPVLSLGNSRVSGDKGRDKQKDVQDMESELKDLMDLA
SSRLLELKSLHEQRIGILNKLLGLQTSMKSVKHITSTQAYRLVSDQLEKSKTELARYQALFEKLQVEKDNLVWREAEVNL
KIDLADIFQRASAVADSRISGLEKLIQKQIDDRNMLEAKLEEASREPGRKEIITEFKALVSSFPKKMSIMQNQLSNYKEA
ASEVHSLRAEVQSLSNILTKKLKELELLSGRCASQSAEIQKLKAMAHDLRDSDQELKLFLEMYQRESTESRELMEARDSE



YHAWAHVQSLKSSLDEHSLESRVKAANEAEAISQQRLATAEAEIADLRQRLDTSTSDVSELSDVLKSKHEEGEAYLSEIE
TIGQAYEDMQTQNQHLLQQITERDDYNIKLVLEGAKARQLQDALRMEKQTMETELRQANASMDFYSMKGARIEDQLRMLS
EHREKLGEDKRRSSAILDNIQRRLLDSRRESQKLRGSLGESQSKVEGRRMHIAELQIELENERFTKKRVEEDLEVARRKA
ARLKAHTEGSSALGKLQQEVREYREILKCSICHERPKEVVITKCYHLFCNTCVQRILESRHRKCSVCAASFGPNDVKPVY
IMGSTESDRKRRHFNSVSPTAALSATKKHPLLPISEEKKLDTAVLKYQNQKLVQQLEVQKAEYIATESKLCELKDKQQAS
DDTLTVIKRSWNKLIDDLESCSIGTKGSNANGQDIKDLSVLSDKVSPSPEDTFFSRLVDNGATESCSTNKTFNQVEVDCE
VYSAKTRNILHNIVTSISDVWNLERGMLAAMSEALPRTDPSRLKTTNDLATEVKNLRLALGDLHLKHKLVAGELQSHRDI
NAKDKAELKRLEGELKNTVLELNENNEKLASLKAQRDAAKGASFPVLSLGNSRVSGDKGRDKQKDVQDMESELKDLMDLA
SSRLLELKSLHEQRIGILNKLLGLQTSMKSVKHITSTQAYRLVSDQLEKSKTELARYQALFEKLQVEKDNLVWREAEVNL
KIDLADIFQRASAVADSRISGLEKLIQKQIDDRNMLEAKLEEASREPGRKEIITEFKALVSSFPKKMSIMQNQLSNYKEA
ASEVHSLRAEVQSLSNILTKKLKELELLSGRCASQSAEIQKLKAMAHDLRDSDQELKLFLEMYQRESTESRELMEARDSE
YHAWAHVQSLKSSLDEHSLESRVKAANEAEAISQQRLATAEAEIADLRQRLDTSTSDVSELSDVLKSKHEEGEAYLSEIE
TIGQAYEDMQTQNQHLLQQITERDDYNIKLVLEGAKARQLQDALRMEKQTMETELRQANASMDFYSMKGARIEDQVCLVL
VNFYTNFFGFCLIYSNCLLYTCFVVENVVRAP                                                
>Acoe_014_00808                                                                 
MSSTLNERIISLIAQLALATDGAGAGVFLAYFTVQIWRNYRYTSSALERIHQAKSITISDLRSLLIDDNNSSQTQSSSEK
QLVIIRGLVEAKSVVDGNWKNLIPSSSSSNSSSISSSIGKSGGLLLSNQSGAKGVVLQNTQTYVYNDYKGLLGYAVDLRT
LLGKPSKGPNALSIRTIPFVLVQNGDSQSLDSKDYVVVNLEGSMHPLPLTTCYHHLQPIPTTPYTLIQAIVGHAYPVGLL
DEEKILPLGKEITAVGHCTLQDGNPQIISCKKVPYFLSDMTKDQMIVDLVSKKKILFWAGIVLGSVSLGVLGYALTRNWQ
RLKEWRQRRQIQQSREEEIANLDATPEDTRADEETEDIPEGQLCVICLMRRKRAAFVPCGHFVCCYRCALSVERDSAPKC
PLCRQDIRTSVRIYDS                                                                
>Acoe_015_00047                                                                 
MAMSSQQQHLQLQLQHHYQQQQESKPFRNLLTVDGQMSTPITFCNPVNLTDQSNSQFAPPFHVVGFAPGPIPTSDGVVGG
CCGDLRWNNNNNNNGSDPKRRRLKEEDFLETNIINNNNINTNSQISSVDFFQTRSVSTGLGLSLDDRRIVSSGDSPLFSI
LDDEIDRELQRQEAEMDRFIKVQGEQLRQAILKKVQANQLHTLTFAEERILQKLREKEVEIEDINKKNTELEERMKQLTV
EAGAWQNRAKYNENMITALKFNLQQVFAQSRDSKEGCGDSEVDDTASCCNGGALDFQLAYKENKDLKELMACKVCNVNEV
CMLLLPCRHLCLCKECESKLSFCPLCQSSKFIGMEVYM                                          
>Acoe_016_00043                                                                 
MRMSYSPAAHLFLFLVQWTDCHLAGALGLLRILIYKVYVDGTTTMSTHERKASIREFYAVIFPSLLQLERGITDMEDKKQ
RAVCFERYRRRDDEEHKQFSDIDVEREEECGICMEMNSKIVLPNCNHAMCMKCYREWHSRSQSCPFCRDSLKRVNSGDLW
VFTDSRDVVDMATLTRENLRRLFMYIDKLPVIIPDSVFDTYDSHVK                                  
>Acoe_017_00273                                                                 
MGGKPSKRQGPHHHSSLNNNRQALPAPPRHSSANQSNNVRPDALSRSKSRYARINDNYNSLEQVTKALSQAGLESSNLIV
GIDFTKSNEWTGARSFGRKSLHHIGDSLNPYEQAISIIGRTLSAFDEDNLIPCYGFGDATTHDKDVFSFYPDDRPCNGFE
EALARYRELVPQLRLAGPTSFAPVIDMAMGIVDNSGGQYHVLLIIADGQVTRSIDTDNGRLGPQEQDTINAIVRASNYPL
SIVLVGVGDGPWDMMRQFDDNIPSRAFDNFQFVNFTNIMLRNTPTFKKETEFALDALMEIPSQYKATLELQLLGRRRGAS
GRSALPPPTKNPFSPNYSCSNSLKPSPSFNQGKASAPPENLTPEKQACPVCLTNSKDLVFGCGHQTCYSCGKNLPLCPIC
RTTISTRIRLYE                                                                    
>Acoe_017_00364                                                                 
MAAMVASGSSSSNPVSSPLLVQEKGSRNKRKFRSDPPLGDLNKPPSASQTDCSSFEFSAEKSQTNMSHEQHGLCELCSLN
QEQVDIIKPDLRLSCGTGSSDIGSSQAKEVPEPTEFQDADWSDLTESHLEEIVIKNLDTIYKSAIKKIAACGYGEDVASK
AVLRSGLCYGYKDTVSNIVDNTLAFLRNGQEISSSREHFFENLEQLEKYVLAEMVCVLREVRPFFSIGDAMWCLLICDMN
VSQACAMDGEPLSSISNDGAPGCSSSISTPSQLTAEASSCEGNAANFNKPNAIGSLNSSNQKNRFVLDRSSPEKGNPTPP
FDSLNKPMSIDMELTQTTRQSSNTEEKPGGARKAHSIAAKRETMLRQKSLHLEKTYRAYGSKSALRQGRLGNLGGLILDK
KHRSVSDSPSVDLKSACLKLTKAVGVDVTQTNGNQNPLISSVLSTPTSLHNSETINIQASLPVTDTELTLSQPSKLDVAS
KPLSSELQALNKDFAGVPFDKALRLWVSDDKKDELILKLSPRMKELQNQLQGWTDWANQKVMQAARRLSKDKSELKTLRQ
EKEEMARLKKEKQTLEENTMKKLSEMENALCKASGQVDRANSAVQRLELENSHLRHQMEESKVRAAESAASCLEVIRREK
KTMNNFQSWEKQKTFLQEELLAEKRKLVQLEQELEQEKSLQDQLEARRKQEKNAKEEFHIQARSFKKEREQIEASVKSRE
DIIKLKAENDLRQYKDDIRKLESDISQLRLKTDSSKIAALRWGTDGSYLNRVTDGKKDPTIKGSNKFSDVNESDFDFQDS
LGNGNLKRERECVMCLTEEMSVVFLPCAHQVVCIKCNELHEKQGMKDCPSCRTPIQRRICVRYARSMAAMVASGSSSSNP
VSSPLLVQEKGSRNKRKFRSDPPLGDLNKPPSASQTDCSSFEFSAEKSQTNMSHEQHGLCELCSLNQEQVDIIKPDLRLS
CGTGSSDIGSSQAKEVPEPTEFQDADWSDLTESHLEEIVIKNLDTIYKSAIKKIAACGYGEDVASKAVLRSGLCYGYKDT
VSNIVDNTLAFLRNGQEISSSREHFFENLEQLEKYVLAEMVCVLREVRPFFSIGDAMWCLLICDMNVSQACAMDGEPLSS
ISNDGAPGCSSSISTPSQLTAEASSCEGNAANFNKPNAIGSLNSSNQKNRFVLDRSSPEKGNPTPPFDSLNKPMSIDMEL
TQTTRQSSNTEEKPGGARKAHSIAAKRETMLRQKSLHLEKTYRAYGSKSALRQGRLGNLGGLILDKKHRSVSDSPSVDLK
SACLKLTKAVGVDVTQTNGNQNPLISSVLSTPTSLHNSETINIQASLPVTDTELTLSQPSKLDVASKPLSSELQALNKDF
AGVPFDKALRLWVSDDKKDELILKLSPRMKELQNQLQGWTDWANQKVMQAARRLSKDKSELKTLRQEKEEMARLKKEKQT
LEENTMKKLSEMENALCKASGQVDRANSAVQRLELENSHLRHQMEESKVRAAESAASCLEVIRREKKTMNNFQSWEKQKT
FLQEELLAEKRKLVQLEQELEQEKSLQDQLEVSL                                              
>Acoe_017_00738                                                                 
MGIRQSKHASLYQEVINGNIEGVQALHREGAGLEWCDKEGKTSLMVACLDPQLYHIAKILIEIGADVNAYSPGSNAGTPL
HHAVKRGLEQTVKLLLSNGANALKKNDDGHSSLELARVKGYNNLVRIIESHISFFSGWLRELYGPGFLEALVPQLLSRKI



WVVVLPCHSPHPRKPLRLVLAIYNCLQDAQPRASIALWKAKIEEPKFHQPVPVLTIFDKSTRTRYKLLGSSDEVAKQQLQ
LLCNACRGIAQVVPPKVLPNAHSPVVSSTAPTPNAEDVELAMAINASLLSAKEERPPIHNSQLSSEVSNANGWESSGDNS
SHNGWHLTGVSTPSKFSSSRWVDEPAVDVYNGWGSPEIGSSSNPTREAGNAMHEIPGAGSNTLADSANNTSHNGWDTVGQ
SVSPSKESSSGWLSKPAEVVHNGWGSARTGLRTYLAQNNSVSLVPRTREPPEVVAVPSAPPIPEDADDVGPVHYPSVDFS
PVDLTMPSVENEEATINQVKEDVGASSSCVICLDAPVEGACIPCGHMGGCMSCLKEIKDKKWGCPVCRSKIDQVIRIYAV
>Acoe_024_00026                                                                 
MAVQAQYMSPVLRATNVFEEFHSGNLFGSYYNHGVQQQQFLNGTVFSEPESELTCNNMSGSRKRNRDDHHQHSNLPLQMM
NQQQQFRFLKSSKIQESNRSEVTSTSGRSYENDQYINVNDLNSHLLHQNLEIDALILLQNEKLRSGIEEARKRHCRSLLS
VLELQVLKRLEEKECELANASRRNAELEEKVKQMNAENQIWFNIAKNNESIVCTLKSSLEQILFQNQGQVKEGYGDSESV
TDDAQSSCCKEDKTTSSSSWKNIEKIVQENNELKQRKYCKVCHENEVSVLLLPCRHLCLCKNCESKLDTCPICNSLKNAS
LQIFIS                                                                          
>Acoe_026_00048                                                                 
MLPWGGITCCMSAAALYLLGKSSGRDADILKSVTRLNQLKDLAQMLDTACKVLPFVVTVSGRVGSDTPINCEHSGLRGVI
VEEAAEQHFMKQNDSGSWIQDSAQMLAMTKEVPWYLDDGTGRVHVLGARGATGLVLTVASETFEESGRSLVRGTLDYLQG
LKMLGVKRIERVLPTGTSLTVVGEAVKDDVGTIWIQRPHKGPFYVSPKSIDQLIANLGIWARLYKYASLGFTAFGVYLIA
KHAIRYILERRRLLDFQRRVRAAAAQRLEQDNDGTDGKAEDGPDVVNKDRIMPDICVICLEQEYNAVFVPCGHLCCCTTC
SSHLSNCPLCRRRIDQVVRTFRH                                                         
>Acoe_026_00204                                                                 
MVISRRRGKSVAKLVQAVVAHSLLLSFTTLLVLKLDQSRFFSFSWWKVFSPLWLFHATVARGRFSLPAPSIPRDRHWAPC
HAIAATPLLVAFELLLCIYLESTQAYGLAAVNLRIVFLPLLALEILILIDNFRMCRALVPGDEESMNDEAIWETLPHFWI
AISMIFFVAATTFTLLKLCGDVNSLGWWDLFLNFGIAECFAFLVCTKWSNPMIHGKAQSNGASIYSMSIRSSDWNSSSVF
ASEMDSNQDGMCILQDVGGHIMKIPLIAFQVLLCMHLEGTPSNVRHIPLPVLFSPLFLLQGAGVLIAISRLVEKTVLLVR
GGDGTGRYFTISSRVYDCFEFLQQGSRLLGWWSIDEVSREEQALLYSCGDFGYNTFCGYAPETVKKLPKKDLVEEVWRLQ
AALGEQTEVIKHTQQEYERLQNEKFLCQICFVGEITMVLLPCRHHILCRGFIAPVQKSVANAPSAESRLKSAWLYMTYKL
SYIMVISRRRGKSVAKLVQAVVAHSLLLSFTTLLVLKLDQSRFFSFSWWKVFSPLWLFHATVARGRFSLPAPSIPRDRHW
APCHAIAATPLLVAFELLLCIYLESTQAYGLAAVNLRIVFLPLLALEILILIDNFRMCRALVPGDEESMNDEAIWETLPH
FWIAISMIFFVAATTFTLLKLCGDVNSLGWWDLFLNFGIAECFAFLVCTKWSNPMIHGKAQSNGASIYSMSIRSSDWNSS
SVFASEMDSNQDGMCILQDVGGHIMKIPLIAFQVLLCMHLEGTPSNVRHIPLPVLFSPLFLLQGAGVLIAISRLVEKTVL
LVRGGDGTGRYFTISSRVYDCFEFLQQGSRLLGWWSIDEVSREEQALLYSCGDFGYNTFCGYAPETVKKLPKKDLVEEVW
RLQAALGEQTEVIKHTQQEYERLQNEKFLCQICFVGEITMVLLPCRHHILCSSCAEKCSKCPICRVSIEERMAVYDVMVI
SRRRGKSVAKLVQAVVAHSLLLSFTTLLVLKLDQSRFFSFSWWKVFSPLWLFHATVARGRFSLPAPSIPRDRHWAPCHAI
AATPLLVAFELLLCIYLESTQAYGLAAVNLRIVFLPLLALEILILIDNFRMCRALVPGDEESMNDEAIWETLPHFWIAIS
MIFFVAATTFTLLKLCGDVNSLGWWDLFLNFGIAECFAFLVCTKWSNPMIHGKAQSNGASIYSMSIRSSDWNSSSVFASE
MDSNQDGMCILQDVGGHIMKIPLIAFQVLLCMHLEGTPSNVRHIPLPVLFSPLFLLQGAGVLIAISRLVEKTVLLVRGGD
GTGRYFTISSRVYDCFEFLQQGSRLLGWWSIDEVSREEQALLYSCGDFGYNTFCGYAPETVKKLPKKDLVEEVWRLQAAL
GEQTEVIKHTQQEYERLQNGTYLLKNESGADIVICPFYKTLARIIGSEKVCLVALFTLRNQMVISRRRGKSVAKLVQAVV
AHSLLLSFTTLLVLKLDQSRFFSFSWWKVFSPLWLFHATVARGRFSLPAPSIPRDRHWAPCHAIAATPLLVAFELLLCIY
LESTQAYGLAAVNLRIVFLPLLALEILILIDNFRMCRALVPGDEESMNDEAIWETLPHFWIAISMIFFVAATTFTLLKLC
GDVNSLGWWDLFLNFGIAECFAFLVCTKWSNPMIHGKAQSNGASIYSMSIRSSDWNSSSVFASEMDSNQDGMCILQDVGG
HIMKIPLIAFQVLLCMHLEGTPSNVRHIPLPVLFSPLFLLQGAGVLIAISRLVEKTVLLVRGGDGTGRYFTISSRVYDCF
EFLQQGSRLLGWWSIDEVSREEQALLYSCGDFGYNTFCGYAPETVKKLPKKDLVEEVWRLQAALGEQTEVIKHTQQEYER
LQNVLFTPSISQNVFYLSLANSICII                                                      
>Acoe_028_00034                                                                 
MDGVDQKTNKWKLFKQRLGLKRISCCGASWSFKATSNMDVREDQEEEEEEQERETLTTTTITRNSGETSETPADIPVDLN
SLNQIPAATGVNLATALAAERQFRENSRVGPTIKVPRVSLIRLLEETSNGGDKERESVKGGGGGGNDTMCCVCMGRKKGA
AFIPCGHTFCRVCSREIWLNRGCCPLCNRSILEILDIF                                          
>Acoe_030_00299                                                                 
MGNLCQPQQEARHRVVDKSAPATTIMARASSSLSLNTKKSQDGRKTNPKKYALIPDHYKTLDQVTLALKESGLESSNLIL
GVDFTKSNEWTGKQSFNSRSLHALGVTPNPYEQAITIIGKTLAPFDEDNLIPCFGFGDVTTHDQMVFSFHTDHTPCHGFE
EVLACYRSIVPSLRLAGPTSFGPIVEAAVDIVEKTQGQYHVLVIIADGQVTRSIDTNDKELSPQERKTINSIVTASSYPL
SIVLVGVGDGPWEDMQKFDDKIPSRVFDNFQFVNFTGIMSKNISHAEKEAAFALAALMEIPIQYKACMELGLLNHVTGKA
KKVVPLPPPNPPVSIRSQAAHQPSNLQESTEQDSNQVCPICLTNAKDLAFQCGHMTCRECGRNLSTCPICRATIRSRLRV
YTGMAKYCRMPLVTLALKESGLESSNLILGVDFTKSNEWTGKQSFNSRSLHALGVTPNPYEQAITIIGKTLAPFDEDNLI
PCFGFGDVTTHDQMVFSFHTDHTPCHGFEEVLACYRSIVPSLRLAGPTSFGPIVEAAVDIVEKTQGQYHVLVIIADGQVT
RSIDTNDKELSPQERKTINSIVTASSYPLSIVLVGVGDGPWEDMQKFDDKIPSRVFDNFQFVNFTGIMSKNISHAEKEAA
FALAALMEIPIQYKACMELGLLNHVTGKAKKVVPLPPPNPPVSIRSQAAHQPSNLQESTEQDSNQVCPICLTNAKDLAFQ
CGHMTCRECGRNLSTCPICRATIRSRLRVYTGMDSRSLHALGVTPNPYEQAITIIGKTLAPFDEDNLIPCFGFGDVTTHD
QMVFSFHTDHTPCHGFEEVLACYRSIVPSLRLAGPTSFGPIVEAAVDIVEKTQGQYHVLVIIADGQVTRSIDTNDKELSP
QERKTINSIVTASSYPLSIVLVGVGDGPWEDMQKFDDKIPSRVFDNFQFVNFTGIMSKNISHAEKEAAFALAALMEIPIQ
YKACMELGLLNHVTGKAKKVVPLPPPNPPVSIRSQAAHQPSNLQESTEQDSNQVCPICLTNAKDLAFQCGHMTCRECGRN
LSTCPICRATIRSRLRVYTGMDSRSLHALGVTPNPYEQAITIIGKTLAPFDEDNLIPCFGFGDVTTHDQMVFSFHTDHTP
CHGFEEVLACYRSIVPSLRLAGPTSFGPIVEAAVDIVEKTQGQYHVLVIIADGQVTRSIDTNDKELSPQERKTINSIVTA



SSYPLSIVLVGVGDGPWEDMQKFDDKIPSRVFDNFQFVNFTGIMSKNISHAEKEAAFALAALMEIPIQYKACMELGLLKY
IYTFTTYPTNYSCNIAQLKVDLSGYIVFT                                                   
>Acoe_030_00374                                                                 
MAIQSPHLNYFPSQIIQNREIMNNVVNKGNIYNNNNTQMDFGLPLSGITTTTTNDSLLPFYNNSVFVDWIPETFETTTMK
AESGVTYNNLSSSGTRKRSRDSFSTNPLMDYYGSRKLCRNNNNTSVSFLGEDISLQIQQQQLEMDRLITQHMEKVRIMVA
ERRKEHSRRLIAVIEERIMKSLKAKEEEMDKIAKLNWVLEERVKSLCLENQMWRNLAETNETTANALRSNLEEILSHQIK
NVEEEAGNVAEDAESCCGSSDEGIMGAEFVDKKNSGCSDETNKKMISSSTTDSKSRWWCRKCGKEESSVVLLPCRHLCLC
RFCAPTLHKCPICDSNKNGSVHVHIS                                                      
>Acoe_032_00089                                                                 
MNSLERRIRRKSLKERLGFMSCCGGATWSFSNPSNISVREEEQEEEEDEFQVVVIEQEESRNVVLQIPEENVGGDQACPA
ELTVSGMNLATALAAERQFRATQDGGNDQVELTERNEYCGPHGIPFRISLMKLLEQSDGVDEGVGNDGMCCVCMGRRKGA
AFIPCGHTFCRVCSRELWLNRGSCPICNRLILEILDIF                                          
>Acoe_034_00174                                                                 
MSVLEHSNLRDLLRVRDNEDDGRDALAGLTLAAVLGCETANSRRPSRTLLDIIKDEESGAAYRGLTPPTDVNRNSTSWKS
FKNRLRLRRAGAAFSTSSTSSNPINACDISIEDCDIRISPPILVDRPRVLRSLTFNNARNSNSNSNSPIYSPRANLATRA
ESSEIGQEEERPERELARMNSTMEERPAIEMEVNLTENPAEHEQMSAREVVMSLTETPAESRGNAVVETEEEVVAAPRVS
LMALLEETDWNVGRIGGSMVMDIDEMDDELEGDKLDIVEEGGNEGVGEYVCCVCMVRHKGAAFIPCGHTFCRLCSRELWV
NRGNCPLCNGYIQEILDIF                                                             
>Acoe_034_00354                                                                 
MGQQQSQNKDELLYQQVNYGNIEGIKSLFHQGAGLEWFDKEGKTPLIAACLNAELYNVAKTLIDLGANVNAYRPGSHAGT
PLHHAAKRGLEQTVKLLLSHGANAYVMNDDCQTAMDIARAKGYINVARTIERHVSPFFGWLRELRGPGFLEALTSQWLSK
KVWAVIIPSGSRNPAKPLKLQLAIYSTPEDAQPRTIIALWKAKIEQPKFHQSDPTLVILDDHSKTRYKFASANEGDKYQL
QCFYNACIGFGIPQVRPSLPVDTSTPLVPATAPPTTTEDLELAMAISVSMHSAMQERPPLPHPLHSSASSTTNDWINPVG
NSSHNTCSSSGGPALPSKGSSNGLSSEVANGKWVVPEVGSSSTESLQSIPSVAQITHETPGTTAMPSAPSIPDGPDSGPV
HYPVIDSSPIDLPVQSLEGKVATTSEVKEDGSVSSTCVICLDAPIEGACIPCGHMAGCMSCLNGIQAKKWGCPVCRAKIQ
QVIKLYTVMNYFINKLIMETLKGLNHFSIKWFDKEGKTPLIAACLNAELYNVAKTLIDLGANVNAYRPGSHAGTPLHHAA
KRGLEQTVKLLLSHGANAYVMNDDCQTAMDIARAKGYINVARTIERHVSPFFGWLRELRGPGFLEALTSQWLSKKVWAVI
IPSGSRNPAKPLKLQLAIYSTPEDAQPRTIIALWKAKIEQPKFHQSDPTLVILDDHSKTRYKFASANEGDKYQLQCFYNA
CIGFGIPQVRPSLPVDTSTPLVPATAPPTTTEDLELAMAISVSMHSAMQERPPLPHPLHSSASSTTNDWINPVGNSSHNT
CSSSGGPALPSKGSSNGLSSEVANGKWVVPEVGSSSTESLQSIPSVAQITHETPGTTAMPSAPSIPDGPDSGPVHYPVID
SSPIDLPVQSLEGKVATTSEVKEDGSVSSTCVICLDAPIEGACIPCGHMAGCMSCLNGIQAKKWGCPVCRAKIQQVIKLY
TV                                                                              
>Acoe_034_00356                                                                 
MGQQQSQNKDKLLYQHVKNGNIEMIKALFLDGARLEWANKEGKTPLIAACLKARLYDVAKTLLKLGANVNTYCPGTQAGT
PLHHAAKSGLEQTVELLLSHGANASVTNYDCQTPMDVARAKGYKNVVRTIENHICLFSGWLRELHVPGFLEESTCHSKSN
YIWAVVIPSAFRSPTKPPKLLLFIYCTQDAQPRSVILLWKAKIEEPEFHQLDPTFVIFDEQTETRYKFASEDEGDKQQLQ
CFYNACTGISQVLLHELQVIRSSIPQDSTPPIVPETAPPTTTEVVDLATGIKASIDSAMVKKPPQYRPCHSPELNHTNGL
IYRADENDNDWWFHLLGAAYPSKDCSSKRLNKPVNDMYNGPSSSATKQRLPSDTPIMRSSIPQDSNLPIVPAFAPPTTTE
DVDLAMGINASIDSAMVKKPPQPRPCHSSGLNHTNGLIYRADENDNVWWLHLLGAAYPSKVCSSKRLNKPVNDMYNGPSS
STTKQRLPSDTPIMPENPGRIAIPSAPPIPDGADYGPEIDYNQLDLSGRIVIPSAPPIPEDEDSVPETNSSPIDLPGQCL
ENKGARKNELKEDGNVSSACAICWDAPREGACLPCGHRAGCMSCLNELKAKKCGCPLCRAKIQQVVRIYDV         
>Acoe_041_00112                                                                 
MDRGTMVSSLLSQFALAIGGGVSGFTLGYTTLRTWIELKSTSFALYKITQAKTVPIYDLRSLIASSLDDSESSNKTLVVI
RGVVEAKARNWGSFTPNVLVSPSSGEKGVILQETQVLLVSSQQQYYDPVIVDLDSSTHLLPLTTVYHKLQDLHVMSDEIL
PYAFLEAFFLPVGHMQKKILPLGKEINAIGLCSLQDGNLHIKATQELPYFLSEMTKGEMVKHLAYKTTILFWGGCIIGIV
SLGVLGYTSFRIWEWWKVRRQHFSNAEVDDVYIGNDEIPSEQLCTICTMRRKKYACVPCGHLVCCHKCARSIQHDSTARC
PECRHIMWFRLDVS                                                                  
>Acoe_042_00014                                                                 
MATTVLYRPGFAHQSYSNVEQHEHDIRARLLTPLTIWISVLMIIHYGYNGDTQLVLGPNSSRLLKANSVFVEKIQARDET
EEGLVLYGFSDKPKLSLPCNWNVSNHLVLVETHRRRGFSLWLNEGSRILVTWTAHINDFKNLSLTVIKGESNFVTLQPSN
SPASPVLRNLTYGNIQVEYLISEDDTYYISVENKNPRSIFMAMNVDVSSTMYDTTKANSKCSMINGLCQLKLFFPSTQYI
LLTTPNSGNVEGSVIELYFVARLIIYVTILVILVVIIMLILKYFGGYDEPRTPEEATMTTEAEPLVPERPSPLTYGTNEE
DSDLGSCGSSEDLYDGKICAICYNEQRNCFFVPCGHCATCYECAQRIMDVDSKLCPICRRHIHKLASLLLLALEPAWQEI
ASNPSKPQSMATTVLYRPGFAHQSYSNVEQHEHDIRARLLTPLTIWISVLMIIHYGYNGDTQLVLGPNSSRLLKANSVFV
EKIQARDETEEGLVLYGFSDKPKLSLPCNWNVSNHLVLVETHRRRGFSLWLNEGSRILVTWTAHINDFKNLSLTVIKGES
NFVTLQPSNSPASPVLRNLTYGNIQVEYLISEDDTYYISVENKNPRSIFMAMNVDVSSTMYDTTKANSKCSMINGLCQLK
LFFPSTQYILLTTPNSGNVEGSVIELYFVARLIIYVTILVILVVIIMLILKYFGGYDEPRTPEEATMTTEAEPLVPERPS
PLTYGTNEEDSDLGSCGSSEDLYDGKICAICYNEQRNCFFVPCGHCATCYECAQRIMDVDSKLCPICRRHIHKVRRLFSP
>Acoe_044_00004                                                                 
MAVQAQYPSNVLFLNRNGQEMKNMPLGNEYSIMQTQQQYQQQQQQQRGFLLDQSHMFFNNNNNGGVLGINPRKRARESNL
NVGSNGGASSSLAVAGATITTTTTTTPTPTPINLFSLQPQNPPPTLINLSQLHNQKPNLVSTGLHLAFGEQQQQQQNQNN
LLLPCSSLSSSILSDDFTNQIKQQRDEIDQFLQLQGEQFRRTLAERRREHYRALVGVAEESARTRLREREAEVEKATRRN



AELEQRVAQLRVEAQVWHNKARNQEANVASLQLQLEQAIMMQGAQDNRQEGVGCSGEAEDAESAHIDPERVAMMNGPSCK
ACQGRVASVVSLPCRHLCLCTNCNAGVDTCPVCFSFKSSSVEVFLS                                  
>Acoe_044_00132                                                                 
MSGQTQQIAFTRVKTHIHRLSNRPLKLEKILLNRNVGQTTKLGREHYFSLLTLYINTFLSIPLSFSLFSLISFLVFNISL
DLSLSIYKLSLKIQAFFNLVVDLKVETPFNQMGCNARDKLRRNNHRNIRLIKHNIENLPAERFGIPNLPELTLKQSSDHH
LVVDNGDQNRNPNPNFDETGWGYCTEDQLEELLLKNLEFLYNEAMGKLVALGYNEDIALKAILRNGHCYGSMDVLSNILH
NSLAYLSNSNVNSEEPESVFADLRQLLEYSLAGMVCLLQQVRPQLSKGDAMWCLLMSDLHVGRASSMEIPVLPSSPNGGN
SNASNGENASNSLNGIAPGNCKFHGGWGFSSGACDFSVNGSFQSSFDAAVVRDIECPKRFNLPPSLKSMLQRNVTMFAAG
FRANAKTTVVRPQIFGRSSMGVTLEPGAAPEKSDGFKETAKPTMIRSFGRAVGVMFDPEEPQEKLEAIRRKPKPVAKRTV
PDIIRIHRRSTMEVKLEPDGSSDKSDGSRESQTLNVLNSVLSSLGDLSLDEKGEYGDSDQKNEMIINLINQIKDLEGQVK
ERKEWAHQKAVQAARKLSQDLTELKMLRMEREETQRLKKGKQTLEDTTMKRLQDMENALRKASGQVDRANAAVRRLETEN
AEIRAEMEASKLSASESVTTCLEVAKREKKCLKKLLAWEKQKTKLQEEIAEEKQKITQLQDQLSLIKETQKETEVNWRQE
LKAKELAIAQVEEERRSKEAMEVSAKRQTETLRRKIELDFQRHKDDIQRLEQELSRLKASVESTQINCRTNAICAGDTVN
AKVSGELNKLQDPLDKEVDYDRECMICMKDEVSVVFLPCAHQVLCASCSQDYGKKGKANCPCCRVQIEQRISVYGASS  
>Acoe_045_00056                                                                 
MRKSFKDSLKALEADIQHANTLASIYPREYDGACIQMRLSYSPVAHLFLFLVQWTDCHLAGALGLLRILIYKAYVDGKTT
MSIHEKKASLREFYAVIFPSLLQLQRGITDVEDRKQKEICAKYKKKDETEKGKLSELDIEREEECGICMELNSKVVLPNC
SHALCLKCYRDWRARSQSCPFCRDSLKRVNSGDLWIYTDNKEVIDTSSMCRENLKRLFIYVDKLPVIVPDPVFASYDSYV
RMNVSYFVLTFVFISFSASIYPREYDGACIQMRLSYSPVAHLFLFLVQWTDCHLAGALGLLRILIYKAYVDGKTTMSIHE
KKASLREFYAVIFPSLLQLQRGITDVEDRKQKEICAKYKKKDETEKGKLSELDIEREEECGICMELNSKVVLPNCSHALC
LKCYRDWRARSQSCPFCRDSLKRVNSGDLWIYTDNKEVIDTSSMCRENLKRLFIYVDKLPVIVPDPVFASYDSYVRMRKS
FKDSLKALEADIQHANTLASIYPREYDGACIQMRLSYSPVAHLFLFLVQWTDCHLAGALGLLRILIYKAYVDGKTTMSIH
EKKASLREFYAVIFPSLLQLQRGITDVEDRKQKEICAKYKKKDETEKGKLSELDIEREEECGICMELNSKVVLPNCSHAL
CLKCYRDWF                                                                       
>Acoe_045_00088                                                                 
MEEEPDHNSPISSASSSSNSQVQEEEEESHHYQREGQEFPQHEHHLHRGESYVPNTMNPFVPQAESTNDASSCLIVSLTL
CFFASLTSIMGFYGSENLQLGPHFSHILQANSLLVTEIKVEEVSGPNNGLIMYGFHAPPPLTVETNWSETHRISILPNSH
KEWVYYLNEESEIDINYSVKSNNSPSLLLVIARGKESLAQWIDDPSYPNHTLSWNYIHGSGKIQQKLFKSSYYYVAVGNL
YPEEVKVKLNFRIRAFLYNTSDAYCKCSLAQGLCSFKVLLLGASTAVLTSPGPEKSGNSDDWYVKLSYEPRWSSYFIGSG
AMTLLILLAGKICIKFQSTSRDGVGHQAGEGGPERTQLLAHKDDDASSWGSSYESVSHDEEDGEGLLAPGSLETNSLKEG
DINHPRRLCVICFDAPRDSFFLPCGHCAACFTCGTRIVEEAGTCPICRRKMKKVRKIFTVMEEEPDHNSPISSASSSSNS
QVQEEEEESHHYQREGQEFPQHEHHLHRGESYVPNTMNPFVPQAESTNDASSCLIVSLTLCFFASLTSIMGFYGSENLQL
GPHFSHILQANSLLVTEIKVEEVSGPNNGLIMYGFHAPPPLTVETNWSETHRISILPNSHKEWVYYLNEESEIDINYSVK
SNNSPSLLLVIARGKESLAQWIDDPSYPNHTLSWNYIHGSGKIQQKLFKSSYYYVAVGNLYPEEVKLNFRIRAFLYNTSD
AYCKCSLAQGLCSFKVLLLGASTAVLTSPGPEKSGNSDDWYVKLSYEPRWSSYFIGSGAMTLLILLAGKICIKFQSTSRD
GVGHQAGEGGPERTQLLAHKDDDASSWGSSYESVSHDEEDGEGLLAPGSLETNSLKEGDINHPRRLCVICFDAPRDSFFL
PCGHCAACFTCGTRIVEEAGTCPICRRKMKKVRKIFTV                                          
>Acoe_056_00030                                                                 
MGGRSSSFKESSPSFGSGSSSWTGYPQSPYPQQNPQQDYARQQTYPPPSSQNYGTPTPQNYAQQYPAPQPQRTLDRKYSR
IADQYHSLEQVTEALAHAGLESSNLIVGIDFTKSNEWTGARSFNRKSLHHIGDVHNPYEQAISIIGRTLSVFDEDNMIPC
FGFGDATTHDQDVFSFYPDGRHCNGFEEALTRYREIVPQLRLAGPTSFAPVIEMAMTIVEESGGQYHVLVIIADGQVTRS
VDTERGQLSPQEQKTVEAIVKASEYPLSIILVGVGDGPWDMMQEFDDNIPARAFDNFQFVNFTEIMLKNVPVQRKETEFA
LTALMEIPSQYKATMELKLLGRQTGRSPERFPLPPPVYGTASFSSKPSFSKPSGTSSFQQSAPPYPPQKTTVGTAPPESS
LSDNQVCPICLSNPKDMAFGCGHQTCCDCGQGLQICPICRSPIQTRIKLY                              
>Acoe_061_00003                                                                 
MFGGDNGAPVYPGFLGDNQFQYDTNASTQLQLFGNFPASCSGAPVNYMGNDHIPVLNQPTVANEHITVLNRPTKRNREAE
DISRQQQQLQISLNNNFFQDEAHRSVSIPNPNPVSTGLRLSYDDDEHNNSSVTSASGSMTAALPVILSLNENLRFELDRQ
HEELDLYIRLQEEHIAKGVREMKQRQMASFLSALENGVCKKLQEKEIEIENMNRKNRDLVERIKQVSMEAQSWQHRAKYN
ESVVNVLKNNLQQAIAQGANQPKEGCGDSELEDAASSYIDLKSRPVEGGNGRFGSRRGLVCKACKVKEVSVLFLPCRHLC
LCNDCEVSSKICPVCQTMKTACVQVFMS                                                    
>Acoe_069_00041                                                                 
MWIFMLIQKEYIQLFMGNAESIDDTNRDEYLQLQRPSFRAESSMDFRPRHEKPPTVDVEPHHRHNNQPQRIDDNFSSFDQ
VISALRDAGLESSNLILGIDFTKSNEWTGKYSFHRKSLHAIGSTPNPYEQAISIIGRTLSPFDEDNLIPCFGFGDASTHD
KYVFSFFPDDRYCHGFEEALARYREIVPHLKLSGPTSYAPVIDAAIDIVEKSNGQYHVLVIIADGQVMRSPDTAPGRFSP
QEQATINSIVAASHYPLSIILVGVGDGPWDSMHQFDDNIPHRAFDNFQFVNFTKIMSENNGMSEKETAFALAALMEIPLQ
YKATQRLSMLGSDAGVPRTRPLPPPREVIDHDNSVKTIPHMTNFSQIEDRTPVEQVCPICLTNPKDMAFGCGHLTCKECG
ITMSNCPMCRQPITTRLRLYSMWIFMLIQKEYIQLFMGNAESIDDTNRDEYLQLQRPSFRAESSMDFRPRHEKPPTVDVE
PHHRHNNQPQRIDDNFSSFDQVISALRDAGLESSNLILGIDFTKSNEWTGKYSFHRKSLHAIGSTPNPYEQAISIIGRTL
SPFDEDNLIPCFGFGDASTHDKYVFSFFPDDRYCHGFEEALARYREIVPHLKLSGPTSYAPVIDAAIDIVEKSNGQYHVL
VIIADGQVMRSPDTAPGRFSPQEQATINSIVAASHYPLSIILVGVGDGPWDSMHQFDDNIPHRAFDNFQFVNFTKIMSEN
NGMSEKETAFALAALMEIPLQYKATQRLSMLGDAGVPRTRPLPPPREVIDHDNSVKTIPHMTNFSQIEDRTPVEQVCPIC
LTNPKDMAFGCGHLTCKECGITMSNCPMCRQPITTRLRLYSMWIFMLIQLQRPSFRAESSMDFRPRHEKPPTVDVEPHHR



HNNQPQRIDDNFSSFDQVISALRDAGLESSNLILGIDFTKSNEWTGKYSFHRKSLHAIGSTPNPYEQAISIIGRTLSPFD
EDNLIPCFGFGDASTHDKYVFSFFPDDRYCHGFEEALARYREIVPHLKLSGPTSYAPVIDAAIDIVEKSNGQYHVLVIIA
DGQVMRSPDTAPGRFSPQEQATINSIVAASHYPLSIILVGVGDGPWDSMHQFDDNIPHRAFDNFQFVNFTKIMSENNGMS
EKETAFALAALMEIPLQYKATQRLSMLGSDAGVPRTRPLPPPREVIDHDNSVKTIPHMTNFSQIEDRTPVEQVCPICLTN
PKDMAFGCGHLTCKECGITMSNCPMCRQPITTRLRLYSMGNAESIDDTNRDEYLQLQRPSFRAESSMDFRPRHEKPPTVD
VEPHHRHNNQPQRIDDNFSSFDQVISALRDAGLESSNLILGIDFTKSNEWTGKYSFHRKSLHAIGSTPNPYEQAISIIGR
TLSPFDEDNLIPCFGFGDASTHDKYVFSFFPDDRYCHGFEEALARYREIVPHLKLSGPTSYAPVIDAAIDIVEKSNGQYH
VLVIIADGQVMRSPDTAPGRFSPQEQATINSIVAASHYPLSIILVGVGDGPWDSMHQFDDNIPHRAFDNFQFVNFTKIMS
ENNGMSEKETAFALAALMEIPLQYKATQRLSMLGSTTYKATSSSA                                   
>Acoe_075_00038                                                                 
MIQNQQRNQFLGQVVNPLDNNNNNNNINNNLPSSSMGFSQSALVSNVDKKQRQEIDQVIALQNERLRLALQEQRKQQQFI
LLKRLESKAQSLLRQKDEDLAKARRKTMELEDCIRKFEMENQAWQRVAQENESMVIALNNTLEEVRENACYLALADAEDA
ESCCCESSSSIKNRGINEERLLKKKMTCKGCNVEKSCVLFLPCRHLCSCKSCESLLDFCPVCKSVKKGWMDVFMS     
>Acoe_102_00019                                                                 
MDGDIVSLAALLMVIPEKVMASIMVLRPDGGLASKEKTTIYECLIREAMYIGQKEGSPKASKRTELLSNSERRRFLLCEI
ELLQFFGATFLQRPSTPDRRVISPLIRASQAGDEEVIKLLLKTNIDVNETDGEGNSALHWYLKSSSNTKKLSVLLLLMKH
GANINQRNSLGLTPIHIAASNGYCEALQILLLKDSNSVDAVSKLKETPLFFAVKNDFINCAQLLLRYGANTQTLNLRKQR
PIDLAKSQDMRFLLNQNIHFWSKPIRLKENTSWVNDYQSDSVGEMFKLLFDNKMETLSSKKLSPTAKTKICKYLRSPGGC
VGGDNCPYAHGEEELSWGKLRHQSEKLERKVFIGGLPQNVDSDNLREYFEDKFGIVEDAVVIRSQEGDQIHSRGFGFVTF
KNKDSVAAAVQLHYVNIGAKNVEIKGAVSKSDLLSEVLKTKSKDDQQSQGAADPNKVQVAEERHEHNSLSQPHLKINLTS
KDQNLPSWITTLTKWLPGFLKDVYRRSKKGEWYALSSLKLDFQNKCGLKLDHSSVGYSKLSDFMESFPGICRMKLVPVKG
RNPASHMVLLPSLQLPPKHSEFLQIMESNGHSDSPSVVETDDDDTTFSRLSNIAMEVNVNSSHVGPKDGTSSCFAQDGKQ
IDKGKDNTSDPDPRLNKSVDWDKIPYGQPSRRNKGQEVGKHGVGGHGEQGNYTLLMALSSDKFSYFARQPDFFQEYSNKC
LQRSKCFRCKNNEMRWANYPCGHVLWCNDCLYWIYGEGPRSNTCVICNAKVERCKPLPRNEQKRPGSATPDNVAFPPWNL
KTASTIPR                                                                        
>Acoe_135_00010                                                                 
MGISLSKRRNNNNNESFHHHHNHQNPHHIHPPSSQIIISSSYPSDPSLIPSSSSTPPPPHPPPPPPPNYVFAANAPYSHP
SQNPYPHPPPPPPLPLQQHPSYYQYSNGYNHNNNNCGYVGPAMNRSNYHPSYYANQYNGWPGIRPPPMILPLNPPIVPPP
YVDHQKAKKIRNDVNVHKDTIKIEVDEDNPECYLVSLTLDALIDGSITIIYFAKEGVDCNFMPLYPDAHMSVRVPFQKGL
GQKFRQPSGTGVDLGFFELDDLSKPSPGEDVFPLVILAEACLPLLPSDEEFDQPRPSTSNAQITQAIIEKNNVGAFQAKV
IKQILWVDGVRYELREIYGIAKSEETNFDDSDGGKECVICMSEPKDTAVLPCRHMCLCCECAKELRLQTNKCPICRQPIE
QLIEIRVNKDDQ                                                                    
>Acoe_349_00001                                                                 
MGNSGSSGVASHRRSRRSHTHPPPQPAQPPQPEISGNRYVFAAATPYPPQYPNPNPPQYYQYNGYYPPPPPTMPLPLPAP
YDHHHRGGAPHVDPAHTNWVGGRYPCGPVPPPPAPYVEHQKAVTIRNDVNLKKETLRVELDEENPGHYLVAFTFDATVAG
SITIYFFAKEEADCNLTPMKENLQPITVSFQQGLGQTFRQPSGTGIDFSTFEETELLKEGEMQIYPLAVKAEASPLGNNE
SDSGNPDLKPTNSQITQAVFEKKEKGEYQARVVKQILWVNGMRYELQEIYGIGNSVDNDFDGNDPGKECVICLSEPRDTT
VLPCRHMCMCSGCAKVLRFQTNRCPICRQPVERLLEIKVNKPDEMGNSGSSGVASHRRSRRSHTHPPPQPAQPPQPEISG
NRYVFAAATPYPPQYPNPNPPQYYQYNGYYPPPPPTMPLPLPAPYDHHHRGGAPHVDPAHTNWVGGRYPCGPVPPPPAPY
VEHQKAVTIRNDVNLKKETLRVELDEENPGHYLVAFTFDATVAGSITIYFFAKEEADCNLTPMKENLQPITVSFQQGLGQ
TFRQPSGTGIDFSTFEETELLKEGEMQIYPLAVKAEASPLGNNESDSGNPDLKPTNSQITQAVFEKKEKGEYQARVVKQI
LWVNGMRYELQEIYGIGNSVDNDFDGNDPGKECVICLSEPRDTTVLPCRHMWMCKGSKVPDKPMPNLSSAS         
>Bdis_1g02390                                                                   
MSASASSASSSASPVPPEDDVCSVCHDRFRIPCQANCSHWFCGECIIRVWNHGAAVQPCKCPICRRLINLLVPANITEDQ
NDDPQLQRVLGEIQHYNHIFGGAPRSLTQRLQDLPFFMRRLFRELMDPQRTLPLVFRARMILMVALSAVYVLSPVDILPE
SVLGLFGFFDDFLILVIVFLHLAAVYRSLLLYRHGGH*                                          
>Bdis_1g11070                                                                   
MQQRRRAQTWAGAGKTAQAAAAHLALFCFTLLLALRVDGRTAYSWWIIFIPIWLFHGVAARGRFSMPAPSLPHGRHWAPC
HSVVAAPLLIAFELLLCIYLESLRVRNHPAVDLKIVFLPLLTFEVIILIDNFRMCKALMPGDEESMSDEAIWETLPHFWV
AISMVFLIAATTFTLLKLSGDVGALGWWDLFINYGIAECFAFLVCTRWFNPMIHRPPTHGEASSSSTAIRYRDWDSGLVL
PSLEDHEQEKLCGLPDIGGHVMKIPLVVFQVLLCMRLEGTPPSARYIPIFALFSPLFILQGAGVLFSLARLVEKVVLLLR
NGPVSPNYLTASSKVRDCFAFLHHGSRLLGWWSIDEGSKEEQARLFYTEANGYNTFSGYPPEVVRKMPKKDLAEEVWRLQ
AALGEQSEITKSTQQEYERLQNEKVLCRICYEGEICMVLIPCRHRTLCKSCAEKCKRCPICRNPIDERMAVYDV*     
>Bdis_1g12850                                                                   
MAVDAQRLNHMLAATARRQPAVPQGLANRAGARSAAAAAPWHGTGRLQAPAAGVAGSSSQQQPLAYMGLGAPRPAPGASS
SSGADQYSEFLKLAAVDLVQRGVKLEGAQEMVAGANKRKSAAPEPEPVLGAAELAAFAHGQLIAVDSLLLNHDGRGICGG
QAARDLKAQGGEIERARKINWMLDEQLRNVSLESQMWRDLALSNEASTNVLRGELQQMLDAQASRGSVRRNDVADAGSCC
YGDNDVRGDQDQEVTAPVAAAGFGMCKGCGAEGAAAVLLLPCRHLCLCASCAAAATACPACGCAKNGSVCVNLS*     
>Bdis_1g18760                                                                   
MGRSFRDSLKLLEADIQHANSLASEFRREYDGACLQMRMSYCPAAHLFLFLVQWTDCNLAGALGLLRILIYKVYADGTTT
MSTHERKASIREFYAVIYPSLGQLQEGINEVEDKKQKAICIERYRRPDEDHKRVISEIDDNIEEECGICMEINGKVVLPT
CSHAMCIKCYRDWRSRSQSCPFCRDSLKRVNSADLWIYTDNSDIVDKATVRRENLRRLFMYIDKLPTVIPESVFEVYDSH



VK*                                                                             
>Bdis_1g19510                                                                   
MMVPWGGVGCCLSAAALYLLGRSSGRDAEVLRSVTRTGSLKDLAAILDTASKVLPLVVAVSGRVSSDTPLICQQSGMRGV
IVEEMAEQHFLKHNDAGSWIQDSAVMLSVSKEVPWYLDDGTGRVYVVGARAAAGLVLTIASEVFEESGRTLVRGTLDYLQ
GLKMLGVKRTERVLPTGTSLTVVGEAIKDDVGTIRIQRPHKGPFYASPKSIDQLILNLGKWAKLYQLASMGFAAFGVFLL
AKRALQHFLQKKRQHELNKRVRAAAAQRQAREAEGADGTSNGDPNSKKDQLVLEICVICLEQEYNAVFVPCGHMCCCMNC
SSHVTNCPLCRRRIDQAVRTFRH*                                                        
>Bdis_1g20420                                                                   
MAAMAELAATTGGHVAVDINEPRPPADAEECAVCLEPMEFVAIGPCGHSSVCSKCALRIRVNNKRECCICRGPSPVVVVT
RARAGGVTGPKKKPAAVHARLPALGGGYQGRVGAYWYHAASAAYFDDERQYEAACCSAAAAGHESGGVAQAAPRPPACCN
GNVALAVFCLAVTAAVMLTMIFA*                                                        
>Bdis_1g26857                                                                   
MASSVAAMPHESAQWRDPSRPRGGRFFNVLIPPQRPSFSDAGGGSSSCAPSEPTPRRRRIILERWAAAAAAATAAAPPEP
ADARRRELSELTSATRPVAARAAVFREPSPAPSETSSAAGGPELPPSGPRASSLIQRWREIEAVGPVTPRASGDATSESD
GSPRGRVGCIVKKLSGAASLPEEDLEAANSEFALSQSAPASPVPMVRNAAELSAARNMGPKPPKLVIRTVRGRRAMEELV
ARMAHRRRRELAALAERHTVSRFGHKGRIQSMLRLRLLRQGDTVNDEVWNLLRPVRPYPPKCGPEAPAMSLCLKSHFFTN
CRVDEQHNDDRNPVVGKSTGLSIENLINSDGSENQQYDEKINANGNQCQEECASSVNSCVHNQEYPKTSNFVRYDDRSSV
YDNQYVDDISPSTTSTLRELQDTPSSRGEIQDTPSSRGDTLREEDNQSLNGSWDERALWMSGLGWPAPVDTMSPDSWHQD
TIGDIENHNQIEFVDRPWIESPNSWRSLHIATQADCRDLSGNADICNLLESKKVSKSLESDFSSKMNHLLLAILQKQRQQ
HMIDDFGGYYQEHLYWQRNDGRQNEDQVASAPCSLAPVSQCAAHPEENWQHSSFEHQHHENQNLLEMEVRVRSEIAQIHH
EIYELRKLAESCIASQVKIQHSIKEEVCSALREAGLMPSQPDITANRGSCCICREMQVDSLLYRCGHMCTCFNCADQLKS
SSRSCPICQSPIDDVVRAHPNF*MASSVAAMPHESAQWRDPSRPRGGRFFNVLIPPQRPSFSDAGGGSSSCAPSEPTPRR
RRIILERWAAAAAAATAAAPPEPADARRRELSELTSATRPVAARAAVFREPSPAPSETSSAAGGPELPPSGPRASSLIQR
WREIEAVGPVTPRASGDATSESDGSPRGRVGCIVKKLSGAASLPEEDLEAANSEFALSQSAPASPVPMVRNAAELSAARN
MGPKPPKLVIRTVRGRRAMEELVARMAHRRRRELAALAERHTVSRFGHKGRIQSMLRLRLLRQGDTVNDEVWNLLRPVRP
YPPKCGPEAPAMSLCLKSHFFTNCRVDEQHNDDRNPVVGKSTGLSIENLINSDGSENQQYDEKINANGNQCQEECASSVN
SCVHNQEYPKTSNFVRYDDRSSVYDNQYVDDISPSTTSTLRELQDTPSSRGEIQDTPSSRGDTLREEDNQSLNGSWDERA
LWMSGLGWPAPVDTMSPDSWHQDTIGDIENHNQIEFVDRPWIESPNSWRSLHIATQADCRDLSGNADICNLLESKKVSKS
LESDFSSKMNHLLLAILQKQRQQHMIDDFGGYYQEHLYWQRNDGRQNEDQVASAPCSLAPVSQCAAHPEENWQHSSFEHQ
HHENQNLLEMEVRVRSEIAQIHHEIYELRKLAESCIASQVKIQHSIKEEVCSALREAGEL*                   
>Bdis_1g28820                                                                   
MGLQQSKEELLYQQVNYGNIEGIRTLRTQGAGLEWIDKEGKTPLMVASMRPDLLNVAKVLIELGANVNAYRPGSHAGTAL
HHAAKRGLELTVHLLLSHGANPFITNDDCNTALDLAREKGHVKVVRAIEGRISLFCGWMRENYGPGFLEAFAPQFMTRKI
WAVILPREARNPARPVKLELAIYPELQASKPRAVVKLWKSQIEEPKYNQADPSMAIFDKVTKTRYKILSAFEGDKQQIRS
FYSACCGMAQVVSMVPARPANAPVPNPLPINTSSTPSVLSTPSKEDVELAMAINASIQSAIAEGVPNIEPTTSTINTNGW
GNTANSSLSGWGPPDAHAPSKISGQGQADAPSSSTYNGWDIPGTSASQSSSTPNKSQTNPSVVIPQEVPPTVPTPTALPA
IPTPTAPPLAEGTFYNGPIQYPSIDFTPVDVTMPTAEGAVVVNSSKPGENDADTSSGNTPSGTCVICLDAPVEGACIPCG
HMAGCMSCLKDIESKKWGCPICRAKINQIIRLYAV*                                            
>Bdis_1g36250                                                                   
MGQKDSKPSYNSSYDYGNSSLGYNPRYSAPAPSGYNARYATSADNNVQQPEAQARLQRKYSRIGDDYRSVNQVTEALAQA
GLESSNLIVGIDFTKSNEWTGKISYNRRCLHDIGSTSNPYEQALSIIGRTLSAFDEDNLIPCFGFGDASTHDQEVFSFYP
ENQPCNGFEEALERYREIVPTLRLAGPTSFAPIIETAIGIADSTGGQYHVLLIIADGQVTRSVDTQSGQLSPQERDTIDA
IVKASHFPLSIVLVGVGDGPWDMMHKFDDNIPARSFDNFQFVNFTDIMSKSIAADRKEAEFALSALMEIPTQYKATLDLQ
LLGRRQGITPRVPLPPPTRTAYSRSTSFDQQSGVYSRSSSFGQQTSGFQQSDSFKQRQSAATRRSDSYASSQPTPTRIPD
TYASETSESSSENRISCPICMDKSKDLAFGCGHQTCYDCGKGLVRCPICQQHITTRIRLY*                   
>Bdis_1g49680                                                                   
MGNALGCVGLGERLAAAARDGDAAAARRLLAADPGLARCSGSTFGSLSSPLQIAASKGHHEIAALLLENGADANARNLCG
QVWRADGLSGRTALHVAAAGGHVRCVRLLLAGAGAGDDEERVRYVNKAAGGGGVTALHLAALQGHVECVHLLADERARLD
AQTLPCAAAPMASVGAGSTPLHYAASGGEILVSRGADRMAVNSNGWLPVDVARIFARNWLEHVLSPKSPLSVPKFPPSPH
LSLPLPSLLAIAADHAARLLLTTTTSVAVAGEDEDDKEEEEEEACSVCLERPCTVAAEVCGHELCLKCALDLSTVMKAYE
VPGLAGAVPCPLCRSGIASFRKAAAPDDDDNCGGHKEAPGGGQLEEEEKKANCAHATAALHLAPFAAAVAS*        
>Bdis_1g52730                                                                   
MGVSGNSSYPCSSHVGERDDTSNTTTLLSDFTADGMQGNPNKASSSLADVKLECAWSSVQAFVVDYIASEDLDLGSENEA
VESNGFQYAGWTELRDITLYGLHVFFTTAVETISHEGYSQDAVIHAIRDSTLCYQFDGPITNISDRARALLKNGRQVDSS
LGENLDMHLHMLGLYVLSCASSLLKNYFPFFTASDALWCILLCDMDISIACDFSVSMSGYGNEQSKGLVVNYQNINEPSG
GYCCSHSETPGGAVLSHSEQVEIWRAALSQFPERMWSNVLTDYIAFEKSTGGDQVSSSGQLDKSSTLTRTVVTQSKKAAK
GTSIKRIDASTVVSTHPIYSPVKHSSSASRSGKAATKHQTKADALVRFSLPNTPADGFEFEFSHDGMWTNWVPKDRKEEM
ALDLIRRLGELKLEVKVCADWAHERLQQSIKRLEMEKPVLVSLRKEKETLECGVLNRERLDETQRAVDSTSDELERAHCL
ELELTGKIALSAREKDSAKLQDKQSVASLAEILRKGKETLERLKSMETEKILLQEELAAEQSNLCKILENLEQAKGYKDI
LMQKKEEGEKMSVEAMKQVDLARNELERAEMSARTECNNVMLNAENENKRLKASAKELEELVKGLEFDLASGRRPERAMF
MGRPPGFRPDSVLQERECQMCLDEEVSVVFLPCRHQSICVSCNQLHRDKGRSPGRTPLPYREDPMGHEPALSCYCGIKAP
CWISWSPSNPGRRYNACLNAPSAGGGCGYFRWHDPPSNPFVLQFLLGLRGATRRLEDRDGELQEVS*             



>Bdis_1g66640                                                                   
MGHGASCGRPSEEVDFFGAAQSGDLARLAAAVRSRPSLLRRTTLFDRLSALHIAAAHGHLQVVSMALDLCVQPDVVNRHK
QTALMLAAMHGRTECVRRLLDAGANILMFDSSHGRTCLHYAAYYGHSDCLRTILSAARTAPVSQSWLAFFSEPLNPPPFP
LIELAFANGVSVVAVEVQGIRALRQREGRHRGDAAAPRGQAGLAPLRPRPARERRHRVRLQRRIREGKKKKKLRCDIDAR
SSCRFPGSTPLHLAARGGSLDCVRQLLSWGADRLQRDSVGRIPYEVAMKRGHAACAALLNPASAEPLVWPSPLKFISELE
PDAKALLEAALMEANREREKRVLKGTKSLLPSPSHSDDGATISEGAAEVCSICFEQACSIEVRDCGHQMCAACTLALCCH
TKPNPATQSQQLPTCPFCRGSISRLAVATKAKAGDDEDDDDDDDVEGEDRLEESPRHRRTRRSMNLSGDGGSSSGSLMGS
IASSIGKMGRRKTDSSEQVVDDKP*                                                       
>Bdis_1g67280                                                                   
MAFFSHHHLQQPHPAAPPQQQQQQPAPLSFRNALPVPVDGQIPAPLAFFNPPPAFPDQAGQPQLVDAVGLTAAAGMGWRQ
PREQELLGENSQMSSIDFLQTGSAVSTGLALSLEDRRHGGGGSGAGNSSGDSPLLLLPMLDDDISREVQRLDADMDRFIR
AQSERLRQSILEKVQAKQFEALASVEDKILRKIQDKESEVQNINKRNSELEDQIKQMAVEVGAWQQRAKYNESMISALKY
NLEQVCAHQSKDFKEGCGDSEVDDTASCCNGGALNLQLMPKENNHNKDLTTCRVCKSSEACMLLLPCRHLCLCKECESKL
SFCPLCQSSKILGMEIYM*                                                             
>Bdis_1g67780                                                                   
MGNTGSNGGGGAPGHRRRGSGHGHGHHHQAPPPPQQPEVAPNRYVFAAATPYPPQYPNPNPPQYYPQYGNYYPPPPPSVQ
VPLPAPYDHHHRGAAPPPNAAAGEFPPSVHSHHYPGWAGRYPYGLQPPMPTPYVEHQKAVTIRNDVNLKKETLRIEPDEG
CPGRFLVAFTFDATVAGSMIVYFFAKEELNCNLTAVKADLIKPVTVSFKEGLGQKFRQPSGTGIDFSAFEDSELLKQGGM
EVYPLAVKAETILSVDPPSEGGDQKIKTPNSQITQAVFEKKESGDYQVRVVSQILWVNGTRYELQEIYGIGNSVEGDGDA
NDPGKECVICLSEPRDTTVLPCRHMCMCSECAKVLRYQTTRCPICRQPVERLLEIKVNNKSEEQLQQPSQSPPLPPPPSL
HQEEV*                                                                          
>Bdis_1g72800                                                                   
MSARDRETVEALARVAAALDGAVLGLGTAALAVVSLAKYLAASGALRRIAEAPEVAIPDLRYSLLAGLGEGESRLAVVRG
LVRSPPWGKFLIPPGSREHCVVAKHTQTCLFGEWRGIFGWTFDLHALFFKSLKEQTITSFRWVPFALVDPASASDKSTEM
IHVKLDGAVQQSLPLTTVYHKLIPVEQNSYTLFQTIVGNGYPIALLDEEKILPIGKEITAIGLCRVNNQNVEITSCPEIP
FFLSDLTKGEIEAELDSRARTLFWVTFALGTMSVGLLGHAIYRFWEKVKQHREARQAQQRFHQADDEDDTGENGSDDDFP
GEMGDGQLCVICLRKRRKAAFVPCGHLVCCCNCAKRVELMNEPLCPVCRQDIQYMLRVYDS*                  
>Bdis_2g13150                                                                   
MGNTGSTGSSNPPRPPFDGRGHGLPPPYYHRYPPWPPSAAAPPPVPVPAQVERHRAVAVHAGVNVKGDTLRLVPDDDGRC
LLLAFSFDADAPGSITVYFFAQEDDDHVLKATKENVLQPVKITFKEGQGQEFKQPSGTGINVSMFEESELTKVGEDGVFP
VAFKVEVGISSNQESEREQDAEDSKSLVKFAVFVKKEKAEYGVRVVQQIMWVNGTRYVLQEIYGIRNTTDKNVPEDDFGK
ECVVCLSEPRDTTVLPCRHMCLCRECAQLLRFQTNKCPICRQPVERLLEIEVDSNMLHQGDQ*                 
>Bdis_2g26290                                                                   
MGGSSSSRRRRDDYYPAPPLHHYSNYPPPPPPPHHHHHPPPPPPPHHHHHHGPPPPPPPHHGPSPSAAAYYYHHHHPPPP
HAYHGPWHPAPQPPQPQRPALIGPPPEFVGHQQALKVKNDINLRKDTIRLVPDANDPDRRLVSFTFDAVTDGSLTIYYFA
KEGKDCSFSSVYPDLQAPTKIPFQKGLDQKYVQPSGSGIDLGFFSLDELSDTTGEVFPLVVYAEACPSQEEGDDPVKSTR
AQITLAVIEKHNNDLQVKVVKQILWIAGVRYELKEIFGIVNSTEADVPDADDDGMGKECVICLTEPRDTAVFPCRHLCMC
SECAQALRLQSNKCPICRQPVEKLIEIKVRSSEP*                                             
>Bdis_2g36647                                                                   
MSSVATQEAASGSASASQEKAASRNKRKYRAEPPSGELGPFGLEYPLTTDCVGFEFMSPEKAAMAAYATASEGANLDFTP
SACDGCKAVHATAEELLECQRHVNWSDPNEAQLEEILLKCLDTTFDNAVSVIISMGYSEAGARAAVVRAAAQYTWRESLA
GFSEAAVEVLKSEGDMLPMDGSSLEDMRKIEKAVLGSLVAVVNEAQPFYTTGDAMFCLLMSDMNVAHACAMDYSSASLPP
VGAQVVAQPVVGNHEPGPSSDVSVKITNPQTGVTFRGKLTPVPPASLNMPSGKPSISGKMHPLSPNLKHKEHPVAMPDHS
EDQPFVAAATQSVKDDKPFSSKRGSSKRDSLHRQKLMSFDKNSRALGSKGSLRSGKHSSSGIAALERKCRPFADATTSSL
KGPVKVGKGFATGMTGSEYSGDLSFTATGTIAPLPSFDTKTTSSTDSASTASTELSLSLPLPLPSSSDVSAPSLNQDSKT
EAVDPSSKINFTYDENQKVWIPQEKKDEMVLVLVQRQKELQAHMRDWTEWAMEKVMLVTRRLAKEKEELQSLRKEKEEAD
RLQEERHCLEESTRKKLLEMESAISRANTQLDKADAAGRRRITENTQLRMQMEAAKRHAAESAANFVELSKKDESSLKRS
QHWESERTLLQEELAAGKSKLSRVQQQLQSSKEKKEQLKVRWRQEEAAKAEAIARVTSERKERDQIETSLRSEENFLHLK
AENDMQRFKSEIRALEHQITQLELSMDALDEAGVPSDKIRSLSLSEGRKIGNTQILAKVAAAASQDLDLDDIQRDRECVM
CLSEEMSVVFLPCAHQVVCAKCNDLHEKQGMKECPSCRTHIQRRVCARPAGC*                           
>Bdis_2g37100                                                                   
MGHGVSCARTGDEHDFFRAAQLGDLDALAALLDADASLARRATLYDRLSPLHIAAANGHLEVLSMFLDRGARPDAVDRHK
QTPLMLAATHGNIGCALKLLQAGANILMFDSVNARTCLHHAAYYGHVDCLEAILSAARTTPVADSWGFARFVNVRDDYGA
TPLHLAARQGRPECLQVLLEKGAIVSALTGSYGFPGSTSLHLAARSGSLDCIRKLLAWGADRLQRDSAGRIPYAVALKRN
HGACAALLNPSSAEPMVWPSPLKFISELDPEAKALLEAALKEANREREKNILKGTKYSMSSPTRHDDIIDDEDACSEVSD
TELCCICFDQSCTIEVQDCGHQMCAPCTLALCCHNKPNPTTLTLPSPACPFCRGSISQLVVARTRTPSDPDKPASPTSPQ
LTQRQSRRSRNLSEGSGSFKGLSSAISKIARGSSRMAGSDCGDMDKPEHDP*                            
>Bdis_2g47230                                                                   
MDRRPELRRSMTLSEQLSTPDQAIRDFLKIPNDDATWTTPTAPPQTAQAAAACGSRCATVSRLRHTANAWSSTPSQKSPT
TSSDGSGSTGGNLKNNNNNNRSNKYIYAPGEATAAFSRTTSLRQTPTFSRATSTRVGPTAAVGRMDRSREINHNDEGSDE
ESEHDEEEDDDEEKDNEEDAEAPAAQMSLMALLGQSDDTWDEDDEDEDGDGGGGAGNKGAAHGGGGDEDEDDGDGDGEGR
EEEMVHVCCVCMVRHKGAAFIPCGHTFCRLCSRELWVSRGNCPLCNGFIQEILDIF*                       



>Bdis_2g58190                                                                   
MGGSQSRNSSRDGSSHGRYAHSGSFQQPAPQQQWGAGGYPYGGDPQQGGYYGAPQQGGYAAPYPAYPPPAATHTPARAGG
AASKPRLDRRYSRIADDFQSVDQVTDALAQAGLESSNLIVGIDFTKSNEWTGKFSYHGRSLHHISSVPNPYEQAISIIGQ
TMSKFDEDNLIPCFGFGDASTHDQDVFCFYPDERPCNGFSEALERYRELVPHLRLAGPTSFAPIIEMAMTIVEQSGGQYH
VLLIIADGQVTRSVDTASGQLSSQEQKTVDAIVRASELPLSIVLVGVGDGPWDMMKEFDDNIPARAFDNFQFVNFSEIMS
KNMPQSRKEAAFALSALMEIPQQYKATVELGILGRRSLKAPERVPLPPPTGSHDAYSYGSKSFSKPSYPQSSTSSSSYPP
YETAQTATPAAPSSAYDNQVCPICLVNPKDMAFGCGHQTCCDCGQTLQSCPICRTPISTRIKLY*               
>Bdis_2g58810                                                                   
MTLSEQLSTPDQAIVRDILKLPHDDDDDDGGDQPAAGPSFSDAISRGMMISWRSLRRRSASWTTTMPPPAAATNIGSRPR
NDQEESGDKDGEAAAAVSLMALLDQADSQWEDDDQEEEEGAGARDDDDEDARADAGDEEDEEEEEEMVGACCCVCMVRHK
GAAFVPCGHTFCRLCSRDLRLARATCPLCNAFIHDILHIF*                                       
>Bdis_2g61442                                                                   
MWGDKTHHKHGHHAHGHGPSGSSKEKIWDKRQPKFIADNYSTVDEVIAALREAGLESSNLILGIDFTKSNEWSGRYSFRR
KSLHAINGTPNPYEQAISIIGRTLSPFDDDNLIPCFGFGDASTHDHSVFSFFKDNRPCRGFEEVLERYRQIVPHLNLSGP
TSFAPLIHAAMSVVENSNWQYHVLVIIADGQVTNTNSGDGRLSPQEHATIQAIVDASFYPLSIVMVGVGDGPWDAMQHFD
DCIPDRAFDNFQFVNFTDIMSTSKDMSKKEAAFALAALMEMPTQYKATQGIRPPEKHTQMTDRPMILPPPNKVLEHDNAA
ASHPPTATSRSAGADKNASDEQVCPICLTNPKDMAFQCGHLTCKECGPTLSTCPMCRAPITVRVRLYS*MWGDKTHHKHG
HHAHGHGPSGSSKEKIWDKRQPKFIADNYSTVDEVIAALREAGLESSNLILGIDFTKSNEWSGRYSFRRKSLHAINGTPN
PYEQAISIIGRTLSPFDDDNLIPCFGFGDASTHDHSVFSFFKDNRPCRGFEEVLERYRQIVPHLNLSGPTSFAPLIHAAM
SVVENSNWQYHVLVIIADGQVTNTNSGDGRLSPQEHATIQAIVDASFYPLSIVMVGVGDGPWDAMQHFDDCIPDRAFDNF
QFVNFTDIMSTSKDMSKKEAAFALAALMEMPTQYKATQGIRPPEKHTQMTDRPMILPPPNKVLEHDNAAASHPPTATSRS
AGADKNASDEQVCPICLTNPKDMAFQCGHLVSLPARCTDIIGTAILGFITLRNDPV*                       
>Bdis_2g62400                                                                   
MGHGLSCGRDGEEHEFFRAAQSGDADAMDGLLAGDPSLARRATIYDRLTPLHVAAANGHLEAVSLLLDRGRAAPDALSRT
KQTPLMLAAMHGKLDCVLRLLHAGANILMFDSVHARSCLHHAAYYGHGDCLAAILAAARTAPVAASWGFARFVNVRDEHG
ATPLHLAARHGRAGCVHALLDAGAIVSAPTGSYGFPGSTALHLAARGGSLECVRELLAWGADRVQRDSAGRIAYAVAVKR
RHGGCAAALDPGAAEPMVWPSPLKLVAELDAGARALLQAALADANKKILTRLKASGNTSAGREEEEEEEEEDEELCSICF
EQACSMEVEDCGHRMCAACTLALCCHSKPNPATFTANPPACPFCRTSISRLVVAESKAKAKAVAITGDELEEKAAAMVGS
PRLSRRRSSSFKGLSSAVVGSLSCKIGRGSGRLAGDSNGGGGGFLDKPEHDP*                           
>Bdis_3g02860                                                                   
MEGQTFGGGGGGNWVSAPYPGTQAKESPFVFDAKPAPQQLQLFGNTAVGTSGYYNYNGNNHLPIMNQARNTCNYTVDEKK
LKLQMSLNSFPPGDADRLPCTGNSSAVSTGLRLSYEDNERNSSIASGSGSMSSLPTTRPEIDAIMAEMEKENKEIDYYFR
VQVEQLCKHVREMKQKQMVSFVASVERRFGKRLREKELELETMNKKSKELNEQIRQVAMEVQSWQSAALYNQSVASSLKT
QLMQVVAEQANLTREGTGDSEEENAGSGQNINATPGGFFESSLLLGGSKSTAAGALRAACRWCGAKEASVLVMPCRHLCL
CTDCEKVTDACPVCRFPKSGSVEINMS*                                                    
>Bdis_3g14420                                                                   
MGAALSVLVGGHRRGRGTAPAARRGRSRGLPGGGGGGQREQRRRAMLSKKYSYIPDTYTSLEQVAAALREQGLESSNLIL
GIDFTKSNEWTGKRSFEGQSLHKLVEGTGNPYEKAIGIIGKTLAPFDDDNLIPCFGFGDATTHDYGVFSFHGDGSPCQGF
EEVLSCYRKIVPHLRLSGPTSFAPIVEAAVDIVDRSGGQYHVLVIVADGQVTRSVDTDEGDLSPQERRTVDAIVMASAYP
LSIVLVGVGDGPWEDMRKFDDKLPARAFDNFQFVNFTAIMSRPATAQQKESAFALAALMEVPIQYKATMELGILGRSTGK
AKRVVPAPPPLPTSLRREASNAATSATTAEPREDQVCPICLTNAKDLAFGCGHMCCRECGDNLTRCPICREAIRSKLRLY
PG*                                                                             
>Bdis_3g30040                                                                   
MRKAYRDSLKVLEADIQHANTLASEFPREYDGACLQMRLSYSPAAHIFLFLVQWTDCSLAGALGLLRILIYKVYVDGTTT
MSTHERKASIKEFYAVVFPSLLQLQRGITDMEDKKQKAVCMERYRRREDDESSSLSDIDAEREEECGICMEMNSKVVLPN
CTHAMCLRCYQDWNSRSQSCPFCRDNLKKTNSGDLWIYVEERDVVDMETVSRENLRRLFMYINKLPLIVPDVIFSVYDSH
IK*                                                                             
>Bdis_3g30547                                                                   
MSSRPSSSSSSRRSSSPFSAGNRRPPTSSSSSSSYMAGRLIPRSSPSSVSSQFYGGGGSSRSTTPGRRGPGGSAPAPPPA
PVPFPSADELVIEDTSRSGDSISVTIRFRPLSDREIQRGDEISWYPDGDRLVRCDFVQPAAYAYDRVFGPSTATEAVYDV
AARPVVKGAMEGINGTVFAYGVTSSGKTHTMHGDQNCPGIIPLAIKDVFSLIQDTPGREFLLRVSYLEIYNEVINDLLDP
TGQNLRVREDAQGTYVEGIKEEVVLSPGHALSFIAAGEEHRHVGSNNFNLFSSRSHTIFTMMIESSDRGDEYDGAMYSQL
NLIDLAGSESSKTETTGLRRREGSYINKSLLTLGTVIGKLSEGRATHIPYRDSKLTRLLQSSLSGHGHVSLICTITPASS
NMEETHNTLKFASRAKRVEIYASRNRLVDEKSLIKKYQKEISTLKQELDQFRRGMIGGASQEEIMILRQQLEEGQVKMQS
RLEEEEDAKAALMSRIQRLTKLILVSTKSNIPALTDLSSHQRQNSVSEEDKLTTSQDSSMLVQNDSTVKDSVSLALSDPL
DEINQLRSASGDHSSVTGSATDSSQVGITASDHMDLLIEQVKMLAGEIAFGTSSLKRLIEQSIEDPEGTKNQIENLEREI
QQKRRHMRALEQKLMESGEASVANASMVDMQQTITKLTTQCNEKAFELELKSADNRVLQEQLQQKSVEICDLQEKVQRLE
GQFITKNSPSPEQCTPQEIVDLKSKLQCKEVESEKLKYEHLEIIEENRDLINQNQKLSEEAAYAKELACSAAVELKNLAE
EVTKLSIQNAKQAKELLIAQEKAHSRVPIRKGRPTGRGRDEVGTLSLDLEDMKMELLARKQRETALEAALAEKELLEEEY
KKKFDEAKKKELSLENDLAGMWVLVAKLKRGAFNISELNVDERSINLADITNDTKENKGDKTVALVEKQMSDDTLKSLTA
EDYRSPEFEPLLVRLKAKIQEMKEKETDPLSDKDGNSHVCKVCFESATAAVLLPCRHFCLCKPCALACSECPLCRTRIVD
RIITFT*MSSRPSSSSSSRRSSSPFSAGNRRPPTSSSSSSSYMAGRLIPRSSPSSVSSQFYGGGGSSRSTTPGRRGPGGS



APAPPPAPVPFPSADELVIEDTSRSGDSISVTIRFRPLSDREIQRGDEISWYPDGDRLVRCDFVQPAAYAYDRVFGPSTA
TEAVYDVAARPVVKGAMEGINGTVFAYGVTSSGKTHTMHGDQNCPGIIPLAIKDVFSLIQDTPGREFLLRVSYLEIYNEV
INDLLDPTGQNLRVREDAQGTYVEGIKEEVVLSPGHALSFIAAGEEHRHVGSNNFNLFSSRSHTIFTMMIESSDRGDEYD
GAMYSQLNLIDLAGSESSKTETTGLRRREGSYINKSLLTLGTVIGKLSEGRATHIPYRDSKLTRLLQSSLSGHGHVSLIC
TITPASSNMEETHNTLKFASRAKRVEIYASRNRLVDEKSLIKKYQKEISTLKQELDQFRRGMIGGASQEEIMILRQQLEE
GQVKMQSRLEEEEDAKAALMSRIQRLTKLILVSTKSNIPALTDLSSHQRQNSVSEEDKLTTSQDSSMLVQNDSTVKDSVS
LALSDPLDEINQLRSASGDHSSVTGSATDSSQVGITASDHMDLLIEQVKMLAGEIAFGTSSLKRLIEQSIEDPEGTKNQI
ENLEREIQQKRRHMRALEQKLMESGEASVANASMVDMQQTITKLTTQCNEKAFELELKSADNRVLQEQLQQKSVEICDLQ
EKVQRLEGQFITKNSPSPEQCTPQEIVDLKSKLQCKEVESEKLKYEHLEIIEENRDLINQNQKLSEEAAYAKELACSAAV
ELKNLAEEVTKLSIQNAKQAKELLIAQEKAHSRVPIRKGRPTGRGRDEVGTLSLDLEDMKMELLARKQRETALEAALAEK
ELLEEEYKKKFDEAKKKELSLENDLAGMWVLVAKLKRGAFNISELNVDERSINLADITNDTKENKGDKTVALVEKQMSDD
TLKSLTAEDYRSPEFEPLLVRLKAKIQEMKEKETDPLSDKDGNSHVCKVCFESATAAVLLPCRHFCCKSC*         
>Bdis_3g31460                                                                   
MGNSLGCSASGERLVSAARDGDAVEARMLLELSPALARYSTFGGLNSPLHFAAAKGHLDIVTMLLEKGADVNARNYCGQT
ALMHACRHGHWEVVQMLLLFRCNVTRADYLSGRTALHFAAHDGLVRCVRLLLADFVPSSSLEDSASSVADGGDCQTISGS
SPNSSLGLKFNEQARARYINKPADGGVTALHMAALNGHLDCMQLLIELGANVSAVTFPYGTTSNLIGAGSTPLHYAAGGG
NQECCQLLLAKGASRLTLNCNGWLPLDVARIFGRRSLEPLLSPNSHSIIPVIQPSSYLALPLMSILNIAREFGLQHTISS
VDDSDLCAVCLERSCSVAAEGCGHEFCIKCALYLCSTSHVCVEFTGPPGSIPCPLCRSGIMSFTKLPGTPTEGLKSSSAL
TFCNPCILNTRSVDSPATVCKAEIRRNRVAAVSSELVCPLTCSPFPSSALPTCRCSDDDPCGSTETQDGSEVQSPRPSHS
ASTEMDKSSEQDLDQTTCSGMFWSRRSCQREQQCNAEINA*                                       
>Bdis_3g39190                                                                   
MGVSCSKENSSAGQQHDRNRDHGKNTNRFAKFGDDYHTLEQVTDALAHAGLESSNLIVGIDFTKSNEWSGKVSFHNRCLH
ALGDIPNPYEQAISIIGRTLARFDEDNLIPCFGFGDATTHDQQVFSFYPDNQPCDGFEQALGRYKEIVPQLRLAGPTSFA
PMIETAIGIVDSTGGQYHVLLIIADGQVTRSVDTGNGKLSTQECETIDAIVKASDYPLSIVLVGVGDGPWDMMRQFDDNI
PSRAFDNFQFVNFTEIMSRPIPTSKKEAEFALSALMEIPAQFKAAMNLQLLGRRRGFPHRSVLPPPVSVSQRYPEYSPVK
QTQSTSTSYGWPQKNASSPRQDSDIGDQQVCCFGLLNNKRSHYNSMLLHAYCYGYLRLVSILNSCLCRPVQSAGPKQRTW
LLAVGTRHALTVVRS*MGVSCSKENSSAGQQHDRNRDHGKNTNRFAKFGDDYHTLEQVTDALAHAGLESSNLIVGIDFTK
SNEWSGKVSFHNRCLHALGDIPNPYEQAISIIGRTLARFDEDNLIPCFGFGDATTHDQQVFSFYPDNQPCDGFEQALGRY
KEIVPQLRLAGPTSFAPMIETAIGIVDSTGGQYHVLLIIADGQVTRSVDTGNGKLSTQECETIDAIVKASDYPLSIVLVG
VGDGPWDMMRQFDDNIPSRAFDNFQFVNFTEIMSRPIPTSKKEAEFALSALMEIPAQFKAAMNLQLLGRRRGFPHRSVLP
PPVSVSQRYPEYSPVKQTQSTSTSYGWPQKNASSPRQDSDIGDQQTCPICWTEAKNLAFGCGHQTCADCGKELKVCPLCQ
RVITSRIRLY*MGVSCSKENSSAGQQHDRNRDHGKNTNRFAKFGDDYHTLEQVTDALAHAGLESSNLIVGIDFTKSNEWS
GKVSFHNRCLHALGDIPNPYEQAISIIGRTLARFDEDNLIPCFGFGDATTHDQQVTRSVDTGNGKLSTQECETIDAIVKA
SDYPLSIVLVGVGDGPWDMMRQFDDNIPSRAFDNFQFVNFTEIMSRPIPTSKKEAEFALSALMEIPAQFKAAMNLQLLGR
RRGFPHRSVLPPPVSVSQRYPEYSPVKQTQSTSTSYGWPQKNASSPRQDSDIGDQQTCPICWTEAKNLAFGCGHQTCADC
GKELKVCPLCQRVITSRIRLY*                                                          
>Bdis_3g40990                                                                   
MEGGRVLRRSVTLADQLALTVGPSAAAVAGGGGGSCNLRDLLKLRDDDDAARAAAAAGRRAAAVTLASAMQADRLASSPS
PSSSAAAAAAAARTLLDIIRDDQLPAPPGGGAGGDPSVRRAVSLPAPATSPPAAAAEVLQPPPPLTPTIPEAPTDRDQEE
EGEERVSLMALLEQTERQWSSSAHDEPEPEPAEEPSQPPREEDDDAEPEPDASAAAGRGAGCCCVCMARAKGAAFIPCGH
TFCRACARELLAGRGRCPLCNAAILDVLHIF*                                                
>Bdis_3g44570                                                                   
MAVQAQYLAHAFPHDPRAIVRQPALDNASVFQLDDRSLAAAVQQQAAAGNTVFSDPRSELTCNQQHNGDTGFFVPRKRAR
VGGDHGTPPLIMEGQRALLPPVPQARSSSRAVGSGAASTSGRPSVPAVSQGLFVSHLYRQSVEIDALVRLENERLRAGLE
EARHRHVRAVVSAVERAAARRMRAADAELQQALGRNAELDEKLRQMGAEGQAWLGIAKSNETVAAGLRATLDQLLQSPPC
AEGGGDAEDAQSCCFVSDRGGGGRKACKACGGADACVLLLPCRHLCLCRECEAVAEVCPVCAATKNASLHVLLP*     
>Bdis_3g47000                                                                   
MGHDAMASDASSPAYAAVARDPKKKRGNRSAKLKQSKLDVRREQWLSQVKDAKEVKAVSSPAAAGANSGSPILASPHPPL
PRRRAETQTRTEEPEQNKEEADVANQEAGSSDADSPMHSPVFYNSTGRCMQQKHCSGSGGIHSLSSGSSAWSSSRSVSDA
EDEGTGGGTKEKEEEEDVLDDWEAVADALSFDNNNNHQDLGPEAPPAAPVVSPEPARASTRPESIKSQTRAWSPDDVFRP
HTLPSLSKQVSFPSSMGNCWVGMGIGAAQKSIISFQMSCPICYEDLDPTDSSFLPCPCGFHLCLFCHKRILEADARCPGC
RNQYKSTPLGGEAGREIENLVQMRLSRSCSMGPRY*                                            
>Bdis_3g49030                                                                   
MASDDGSGSHLPEKKEEVAAGAGFDDLEDPRFQCCVCLELLYKPVVIGCGHMSCFWCVHKAMHFVRESHCAICRQPYNHF
PSICQLLHHLLLKLEPVEYKKREKEVLEQEKSVDTYSPQIIEFLNSKDNNCENGEDGDSKLEDNISKTTPEVPVDNAING
HPKKIKLEDVSCARCKELLYQPAVLNCGHVYCMSCLPFLDDEALKCQVCGGLHPGGFPNVCLDLEHFLEEYFPEEYESRR
RKLQFGITQCTPEGSSPGTFCTKESMNRPSKQETYLQQNRDLSNVHVGVGCDSCGVYPIQGKRYKCKDCTELVGFDLCDE
CYNTRSKLPGRFNQQHTPDHRMELDNTALYGSVLRFQRIPEEGLIAELAFIGPGGMVQVVDDHEMEDNSEDEQV*     
>Bdis_3g52030                                                                   
MDLPKPSQLAGVSPAVYFASGGGACLIDCLTSSSSIRENSGLAAAGWFLDCDMGACFLAASGNRRKRGREAMAPPPPVKE
EYINLFTLQPQQTTPFYNMAQFHQNRVASSSPSPAPMTCVSTGLRLALDEQQQQQQSRQINSLCYAPSPSPSPLASFSDE
LAGQMKQQAEDLDRFIRGQGEQLRRAMADRVRHHNRALLVAADKAASRRLREKAAEAEREALRGAELEERLARLRSEAAA



WQAKALSEQAAAVALHAQLQQAAAAARASCEELLLAGGPAGPAESSSSAYVDPRRAGSEHRSACRACRGRPASVVLLPCR
HLSLCGDCLAAGDMDVSSGPLACPVCHCVRTGSVEAILC*MAVQAQYPSNLFFHDRGEPERKEMDLPKPSQLAGVSPAVY
FASGGASGNRRKRGREAMAPPPPVKEEYINLFTLQPQQTTPFYNMAQFHQNRVASSSPSPAPMTCVSTGLRLALDEQQQQ
QQSRQINSLCYAPSPSPSPLASFSDELAGQMKQQAEDLDRFIRGQGEQLRRAMADRVRHHNRALLVAADKAASRRLREKA
AEAEREALRGAELEERLARLRSEAAAWQAKALSEQAAAVALHAQLQQAAAAARASCEELLLAGGPAGPAESSSSAYVDPR
RAGSEHRSACRACRGRPASVVLLPCRHLSLCGDCLAAGDMDVSSGPLACPVCHCVRTGSVEAILC*              
>Bdis_3g53810                                                                   
MGFLSLVGNSFGCSASGERLVSAARDGDLQEARALLEYNPRLARYSTFGGRNSPLHYAAAQGHHEIVSLLLESGVEINLR
NYGGQTALMQACQYGHWEVVQTLMLFNANTHRTDYLNGGTALHFAALHGHAQCLRLVLADYVPSIPNFLNLMNDRSSEEV
TDAVFDDDDLVKMVNWKADGGLTPLHMAALNGHVECVQLLLDLGACVSEVTIEDGTTMDLIGSGSTPLHYAACGGNAVCC
QLLIARGANLAAQNASGLTPLMVAHSWHRNSLEEILSNEPEGRLHTLPSPYLCLPLMSIMSIARECGWRYRNQSPVCIDP
CAVCLEGRCSVAAEGCKHEFCTRCALYLCSTSYTSVNPAGAIPCPLCRHPIIAFAALPGTSPIRELPRNSLSLSLCTTCP
AVNSDSSAASVPSHLYRTEFHCARMPPMGSSSFRSLSCQRLNPSFCMGTMDTNPCLIRCSRFGSILSRSASHGETNRRPW
PLTFSPIVATTS*                                                                   
>Bdis_3g56010                                                                   
MEEYHHRMGAAAADFRRDLEDLVCDHLGGCYSPPPSSSSSSCSVAVGGGGGGGGAGGAAAHEADEAESSAARRRRRESRL
LSRWVARQAEEVLSSMEREVERRNREAELLAITRLHPVSTLDPSAFLLSSPTTPPPPRPQVPSPAAPSSLLQMWRELEHR
RTDAGQPFDREPSPNTPDRHRERVRQIARRLTTSTDSPTAAAATATGEWLGETERQRVRLVREWVQMASQPRDSRAGSRR
EEMGGAVAERERRAEPPRLRGRQARMDVITRMARERQRELQGLSGYHIVSQFPQRSRSRIQGLLRVRFLRNAVLPVEEEE
RLPSVAARELGQLRQSHRVSTLRLESAVSSQDVSQSDAPVVESVGLLDNDETQGEADVRDFADSEDTAQTMLENVGLPED
NADDAEVESPSIALGDMVEMQVSQGDNELQDETEGDTRFWQPSLDVRLDRWPDETAEAADRNWEDNAEEVHSEVLEDDDR
ENGHLQEEHDGWHDDESHGTEENWQDDYQDSALDTVPIVRTESRFIPPDDDNVYSMELRELLSRRSVSNLLSNGFGESLE
QLIRSYVQRRGPLNWNLDTAMPTANAPNDNQEQARNVQTRQFQAPVNRPALIIPPPPLPPRQPLWHRDLRHNNWSSRHRV
HQELDAINDLKADMGRLQQGMSNMQRMLEACMDMQLELQRSVRQEVSAALNRFPGPEGHALDPADDGSKWDQVRKGTCCV
CCDTQIDSLLYRCGHMCTCSKCANELVRSGGKCPLCRALIVEVVRAYAVL*                             
>Bdis_4g16940                                                                   
MWHRHLRFHIKEPAEPPPPKSPTPTCRLPHLFGTLSLPNLPVFGVLHMAVQAQYGGVPAPCFPRVHAAYDAEAQEYGAFL
PAAAANHHGFYNNCASGAQSDLTCNNNGAGVGALVSRKRGREAVEQHAPSSSALLPIPGMAKPVALPAAGRFVESAIAST
SGRPAAAPSSFALDTLAFSELYYQQHDAEIEATVRAELERMRAGLEQARKRQCVSLVRSASASAARRLREKEAELDAARR
RAAELGERLRQAAAESQAWRGLARSNEAVAAGLRATLDHLLLRAAPAPAEGFGESDFNSPAGAEDDAQSCCFAAPKEDAG
AACSKWACKSCSEGEASVLLLPCRHLCLCKACEPRLDACPVCLAAKNASVHIADAS*                       
>Bdis_4g16950                                                                   
MAVQAQFGLGGLAGINTAACLPRPNPAYEAEAQMLAMQQDYGYRALLSPAGAAAFYNDCAAAVVSGGPSSLTCHNGQSRK
RSRDDADAYSSASLLLPIPGMPNVADESAMTSTSGRLSSWSAGALVSELSRQNGEIDALMRLECERLRAGVEHARKRQCQ
ALVHAASVAAVVRMREKEAELDAARQRNAALEERLRQVAAESDAWRGLARSNGAVAAGLRATLDHVLLLRAAARPAEGFG
ESSALDADDAQSCCFEGPNDDDVGTSSLAPALALGKWACKCCGEREASVLLLPCRHLCLCKMCEPRLDACPVCLAVKNTC
VAARSPLEVS*                                                                     
>Bdis_4g16960                                                                   
MAVQARYAAGCFPRVVDAGYDVDAAFLSAVANNNNGYNHCAAAMASGGAQSELTCHNGAGNGVARKRGRGEVEEQYVSSS
SALLPIPGMVKAVAPAPAMAFRSAESAMTSTSGRRPASAASSFATDELVSELLRQNAEIDATVRAELERMRAGLEQARKR
QCLSLVRAASASAARRLREKEAELEAARRRAAELESCLRQAAAESQAWCGLARSNEAVAAGLRSTLDHLLLRGAAAPAPA
EGFGESDFNSPAGAEDDAQSCCFAAPKEDAGVCSKWACKSCGQGEASVLLLPCRHLCLCKACEPRLDACPVCLATKNASV
HIAMD*                                                                          
>Bdis_4g29170                                                                   
MAGQPRDRGSRASRKGRPVRTPSGPLASQSASDPDPSAPSADGAAPWGRATMDELEDRLLKKLEEAYAAALARLADLGYA
EEAALRAVLRAGHCYGKLDDPVANIVANARAFLSDPDLAGGAGGFADLRRLEEYSLAGLVCLLQSSRPTLSRTEAMWCLL
STDLHLEEAISKGASFTDDKSSSSFTPAESGDLCPTLPASRQLGYCHYHATTVAATPENHLFDPETFMRLAMRPVADCAT
GAAGVVSCIKSTWSRSSGSVPDGQPKQSFAMKVSTEDLIESVVMELESLDIDKKDPPAEKPDPKNEMVHDLIKQTREMEV
LLNERKEWAQKKAVQAARKLGNDLTELRLLRMEHDDNQRRKKDKQAMEDETMKRLTHLENELKKKSGQLDRSNATVQKLE
MENAEIRAEMEAAKLSASETERQCQMLLKKDKKDSKKLELWERQKAKLQEEISECKAKITQADKELAATNKSIKNMEIKI
REDAKTTEENLSLAEQERGKRESAKADADRRLEEIRQKTEVESQCYKDDLRRLQDELSRLQKSMGAPMVPSTQPRAMTDR
SAVRAPKQPNQRSPLASNKPQEPTQKTGRRRDCVICRREEACVILLQCAHQVLCVSCNKLHEEKGGRCPSCNTKIEERIR
VFGATSN*                                                                        
>Bdis_4g29960                                                                   
SYPPEMVKGMSKKVLVEEVQRLQLALEEQTKKAHLSQQRCDTLKNERILCRICFERDVCIVLLPCRHHVLCEPCFNKCQS
CPICRVPIEIKLSVNDAVNSAAPLSEIV*                                                   
>Bdis_4g34480                                                                   
MERRNGGGVTLAQQLAASSNLRDLLKLREDDDDDGTRLAAAGRRRTLLDVIRSGAEDERAPTAPSSSSRRRASPAAAPPT
PPAPGEGERRVSLMALLEQAEQQWTAATAGGGAWTRVEEVAASEEGRKGGGASSVGGRCCVCMARGKSAAFIPCGHTFCR
ACARELRAGRGRCPLCNAAIREVLNLF*                                                    
>Bdis_4g38750                                                                   
MGDFPPPSSPLSDRPLVTPRRRELSSSEPPSESDWDGSSREGSPDAASTSASGELVRRAARRWSGPDDDPAAQISRRAAD



AGWWLGEIERERVRLVRDWVQMAARDPPADHARLRIRGRQARLELVMRMAADRHAELQRLSQQRAVSDFPHRNRIHVGAA
SFQATVPSFRTALGCLLFALLRGRFLRNGGLPEEERKLPSVAARELGQLRQRHPVSGLRLENLVRGQAASQSDASSSQNV
ELSTNDHSESSRATSEDAQDTHQQANENIDLERIGGAATASQYGSNAPSIAEGLSEPHSQEDSWQEDLEVDRRDWEQFSH
AITGEESERIWHENIDASSSDERTEVGDHQDAYLPEESDESTSDNNLPEVHEEQHENNHLPEVLEELHNNNHLQESHGQW
HEDNDPTEVHEEWQSDHDFPEVNEVWRDDDDEESSGTAHNWHDDNSEQPVDQESVLIRRANTFTPGDDDHVYSTELRELL
SRRSVSNLLDSAFRENLDRLIRSYVERQGRGPLSLSLEATPAAPDPPEQRQEQHRDDEEQELHDTDDSPPIVIPPPPIPP
RQPLWHSELHRNNWIRQNMHRSDTEWEAINDLRADMARLQQGMGHMQRMLEACMDMQLELQRSVRQEVSAALNRFIGERG
EYKETIDDGSKWMHVRKGTCCVCCDTPIDSLLYRCGHMCTCSKCANELVRSGGKCPLCRAPIIEVIRAYFIM*       
>Bdis_4g39040                                                                   
MSGFLTVAGKIGTFLLWVLFLVLQTATKVVGSLLAPAAEEPQHEQQHQEEAAARRRSPPASAPPRADPYEPQPQPQLWDP
PPSPYSAPVTDEYSSASSAYRRRASAPPAAEDLVVSSSAYSRSAVAAPPRAPAHSVSAPPLLRANKKPPAPARAAVAGKR
PKLERMYSKIVDQYRSLDEVKEALAQAGLESSNLIIGIDFTKSNEWTGKRSFDGMSLHHIGEAPNPYEQAISIIGETLSS
FDEDNLIPCYGFGDASTHDQDVFAFYPDERPCNGFQEALARYREIVPHLRLSGPTSFSPIIEMATTIVEQSGGQYHVLVI
IADGQVTRSVNTEFGQLSTQEQMTVDAIVQASEFPLSIILVGVGDGPWDMMEEFDDNIPARSFDNFQFVNFTGIMSKKMS
QGKKETEFALSALMEIPLQYKATLQLGILGHQIAKSPERVPLPPPFASYNTISRAAPSRANSFRSVPSHPREDATIDSTI
TASVTSPPAADTRASELQVKQILSCYPLCPVCLSKPRDMAFGCGHQTCSECGPQVADCPICRRPIDTRVKLY*MSGFLTV
AGKIGTFLLWVLFLVLQTATKVVGSLLAPAAEEPQHEQQHQEEAAARRRSPPASAPPRADPYEPQPQPQLWDPPPSPYSA
PVTDEYSSASSAYRRRASAPPAAEDLVVSSSAYSRSAVAAPPRAPAHSVSAPPLLRANKKPPAPARAAVAGKRPKLERMY
SKIVDQYRSLDEVKEALAQAGLESSNLIIGIDFTKSNEWTGKRSFDGMSLHHIGEAPNPYEQAISIIGETLSSFDEDNLI
PCYGFGDASTHDQDVFAFYPDERPCNGFQEALARYREIVPHLRLSGPTSFSPIIEMATTIVEQSGGQYHVLVIIADGQVT
RSVNTEFGQLSTQEQMTVDAIVQASEFPLSIILVGVGDGPWDMMEEFDDNIPARSFDNFQFVNFTGIMSKKMSQGKKETE
FALSALMEIPLQYKATLQLGILGHQIAKSPERVPLPPPFASYNTISRAAPSRANSFRSVPSHPREDATIDSTITASVTSP
PAADTRASELQLCPVCLSKPRDMAFGCGHQTCSECGPQVADCPICRRPIDTRVKLY*MSGFLTVAGKIGTFLLWVLFLVL
QTATKVVGSLLAPAAEEPQHEQQHQEEAAARRRSPPASAPPRADPYEPQPQPQLWDPPPSPYSAPVTDEYSSASSAYRRR
ASAPPAAEDLVVSSSAYSRSAVAAPPRAPAHSVSAPPLLRANKKPPAPARAAVAGKRPKLERMYSKIVDQYRSLDEVKEA
LAQAGLESSNLIIGIDFTKSNEWTGKRSFDGMSLHHIGEAPNPYEQAISIIGETLSSFDEDNLIPCYGFGDASTHDQDVF
AFYPDERPCNGFQEALARYREIVPHLRLSGPTSFSPIIEMATTIVEQSGGQYHVLVIIADGQVTRSVNTEFGQLSTQEQM
TVDAIVQASEFPLSIILVGVGDGPWDMMEEFDDNIPARSFDNFQFVNFTGIMSKKMSQGKKETEFALSALMEIPLQYKAT
LQLGILGHQIAKSPERVPLPPPFASYNTISRAAPSRANSFRSVPSHPREDATIDSTITASVTSPPAADTRASELQLCPVC
LSKPRDMAFGCGHQVPVLNAARRWQTARSVEGRSIQE*                                          
>Bdis_5g08750                                                                   
MAVQAQHAFHHDLHSYRALEDGTTGASLFLDTPAVAGVVNTAVLSDLTCNDHSYDYAFAPRKRARVAAEAPGFAVELEQP
RGVRTPAVPQEFVPVGDMLSRVVGSGTPSTSGRIGNAAGVPRLFHPGMDIDALVRVETERMRACLEEARRRHVRALVAAA
ERATAGRLRAAESALELARGRTAELEERLRQTIAEGQAWIGVARSHEAVAAGLRDTPDQLLIQSPSCAAQSGECEDAQSC
CFETTPACADDGDAASMASAACCCKACGEGGACVLLLPCRHLCLCRACEGAVDTCPVCAATKNASFHVLLS*        
>Bdis_5g08760                                                                   
MAVQAQIHAFPHDLHAYSYRALEDGPTTGDGSLFLGEQVGRAPVVAGIVNTVLISGFPLNDTTCNDDGSARRKRARIVAV
GAPSFVDNQRAPALVPAGGDVLMNRASGSGAASTSGAMANDAVGGLSQGLFTQLYHQGVEIDAAVRVEAERMRAGLEVAR
RRQIRALVSVVERAAAGRLRAAEAALELARCRNAKLSERLRQVSAEGQAWIGVAKSHEAVAAGLRGALDQLLQQSPAACA
VEGDAEDARSCCFETPNAGDDDAAGMMSKASASACKACGEGESCVLLMPCRHLCMCLACDAAVDTCPVCAATKNGSLHVL
LS*                                                                             
>Bdis_5g08790                                                                   
MAVKQARFLPHAFSHDIHAFGSMEADAAPGAAQFFDECACNDNYAMVGIGNNNNTVLSDLPRSELTCNDNYGFVPRKRVR
MAAEEPASLVDLTQAQQHRLVLQQAAAMHGLVLPGDAQSRAVGSGAASTSGRMQANAGGLSQGLNSLLYNQGLEMDALIR
LESERMRAGLEETRRRHARAVLATVERVAAGRLQAVEADLLRTRYRNAELEERLRQMSAEGQAWLGVAKSHEAVAAGLRA
TLDQLLQPPCAIVEGDAEDAQSCCFETPAGDNAEDTACKAIAAAAAAPSCKACSQGEACVLLLPCRHLSLCRACEPAVDA
CPMCAATKNASLHVLLS*                                                              
>Bdis_5g12600                                                                   
MGYDDAHSHASAAARDAKKKRGKSSAKLKQCKLDARREQWLSQVKDGKETKAAASPAGGGSNAGSPILASPHPPLPRRRV
DTRSRGGAPEEAGATVQEVGSSDLDSPMHSPGSDNSRGGGCTQRNRCSSNGGGPSLSSVSSLWSSSRSVSDAEDDDTGSG
PEEENGVLDDWEAVADALSVDDNSHRHQCSGAIVVPAATSDSTPSANAAKRKDPICSNTRAWTPDDMFRPQSLPSISKQA
SFPANIGNCWVGMGAAQQSVLSLPLSCPICYEDLDPTDSSFLPCPCGFHLCLFCHKRILEADERCPGCRKQYNAVPAGGV
KAPAVGIGREMANGVPLRLSRSCSMGPRY*                                                  
>Bdis_5g26017                                                                   
MDPGGGGGGALLEDFGQRVDLTRRIREVLANYPEGTTALRELIQNADDAGASAVRLCLDRRSHGARSLLAPALAQWQGPA
LLAHNDAVFTDEDFASISRIGDSKKVSQAWKTGRFGVGFNSVYHLTDLPSFVSGKYVVMFDPQGAYLPNVSAANPGKRID
YVTSTAVTLYSDQLSPYRAFGCDMKAPFQGTLFRFPLRNAEQASSSRLSRQVYTEDDILFLFSQLYEEAVYNLLFLKNVL
ALEMYVWESDMSEPKLVYSCSLGSQDDNLSWHRQALIRFSGNSAESFEQKIDSFSVDFVSEAFLGKKLEKKSHTYFVVQG
MASALSKIGVFATGAAKEYDLHLLPWASVAACISNVGPEDSNLREGHAFCFLPLPVRTGLSVHVNAYFEVSSNRRDIWYG
ADMDRGGKLRSDWNRLLLEDVVAPLFRELLLSLRMLSDSTVSYYSLWPTGLYEEPWSILVDQIYKVIYTFPVLQSEIKGG
AWISPAEALVHDEGFSRSNDLNEALVLLGMPVVRVPSAVADMFSKFNTKSMLKRVSPNTVRHFLQDSVKLGTLGKSHKLI
LLEYCLIDLDSADVGKCMNGLPLIPLANKQYGIFSEILQENHYYVCDSIEYELFSAVGDRIIDRSIPPVLLDKLFQIANN



SQANISVIDGAVFLQFFPRLFPPGWKHRNQVPWDPSLGGSSPTAPWFKLFWQYIVEHSYDLDLFSDWPILPSLSGHLYRG
STESKLIETESLSSLVKELLAKLGCKILDTHYLRECQQLSHYVYDGDATGVLHSIFGIVSLEGVDLHTLFQRITPGEKNE
LYQFLLDPKWYLGVCLSDESIKLCKKLPIFRIFDGGSPSSYGFSDLSHPRKYVPPLGVPEHLLNSDFVFCISPSNEDIIM
RYYGVERMSKSIFYQRYVLNKLDELQTEVRDSVLLTILQDLPQLSLEDPRFKDCLKVLKFVPTINGALKSPQSLYDPRVE
ELYALLQESDCFPNGLFQNPEVLDMLLCLGLRTSVSIDTILQSARQIDSLVHKDQEKAHSRGKVLLSYLEVHAHKWHVNK
PLDARKKVNMLAKVTTVLRPRDMSRELDLEKFWSDLRMICWCPVLVTAPSPALPWPSVSSMIAPPKQVRMQEDMWIVSAS
SRILDGECTSSALSYSLGWSSPPSGSSIAAQLLELGKNNEVVIDQVLRQELALVMPKIYSLLTNLIGSDEMDIVKVVLEG
CRWIWVGDGFAKVDEVVLSGHLHLAPYIRVIPIDLAVFKDLFLDLGIKEQLDTVDYASILTRMATRKAAASLEAEELRTA
VLVVQHLAEFRFQDQQTQIYLPDSSARLCLSSELVFNDAPWLLDFGHEIAGNASTIAFSSKKYVHNFVHGNISNDVAERL
GVRSLRRLLLAESSDSMNLSLSGVAEAFGQHEDLTTRLKHIVEMYADGPGILFELVQNAEDAKASEVVFLLDKTQYGTSS
ILSPEMAEWQGPALYCFNDSVFSPQDLYSISRIGQDSKLEKPFAIGRFGLGFNCVYHFTDMPGFVSGENIVMFDPHARYL
PGISPSHPGLRIKFVGRRILEQFPDQFTPFLHFGCNLQQPFPGTLFRFPLRNEAAASRSQIKREQYATQDVEMLFSSFSE
VVSEALLFLRNVKKITLYVKENDSQEMRLVHRVSKHNITQVSKEPHALNTMLAFVHGNQSSGMNRNNFFNKLNKIKDSDL
PWSCQKVAILEQSPNAHLVHSWILTECIGGGHARKLSTASDSKSHFFVPWASVAAYLHSVSVDDTKELSGEGEVNHDDLV
LKHLALRSSQDRKFFEGRAFCFLPLPINTSIPVHVNAYFELSSNRRDIWTGNDMAGGGRVRSEWNLALLEDVAAPAYGHL
LAAIAEELGPSDLFLSFWPTAVGVEPWSSMVRKLYVSIAELGLHVLYTKARGGHWVSTRQAIFPDFSFSKAIELAEVLSQ
AGLPLVSVSKPIVDSFMNAYPSVHLLNPHLLRNLLIRRKRGFRSREDAILVLEYCLSDMDDPTLSDKLQGLALLPLANGS
FTTFNNRGEGERVFFTSQMEFDLLKDSIPHLVIDNSLPDGVLKKLFDMASSARSNMYLFTCNFLLELLPRILPPEWQHAK
QLSWFPEQQGQPSVEWMILLWNFLRHSCEDLSIFAKWPILPLVDSKLMQLGNASNVIRGDGWSENMYSLLQKLGCFFLRP
DLQIDHPQLANFIQESTAAGVLNAVHSVASDVQDIKQLFESTSLAETHELRSFIFQSKWFSGSLINTSHMNTTMNLPIFE
SYKSRELVTLTNPRKWLKPDGVHEDLLNESFIRTESEKEKSILVSYFDVREPEKAEFYKDHVLPRMSEFLSQPAIVSAIV
RDVKVLIENDNSVRDAFSEAPFVLAASGAWLHPSRLYDPRVPELHKLLHKETFFPSEKFMTTEIIELLASFGLKRTFGFS
TLLDIARSVSLVHNSGQEDEAVAHGKMLLTYLNFLEWKTSNMEDENTFHEVDNLEASKIDENLDAEKKGDGSDPDLTLAS
LFSNFDHDLPEHEFWSELKNISWCPVHVAPLLKGLPWFISEGHVAPPVITRPRSQMWLVSSKMRILSDDSCSMYLQRELG
WLDPPNVNILSSQLVELSKSYDELKKFSQDTAIDTVMVKEIQLIYSKLQNIVDSDDANILKENLDGIPWIYVGDRFVPPH
ALAFESPVKYHPYLYAVPSELSEFKKLLLDLGVRQTFDAMDYLNVLCRLQGDAKGEPLSTEQLSFVHCVLEAFVDCYPDN
QAADVLLNSLVIPDSFGVLTPSRNLVYNDAPWMSTDPTAKNFVHPSIGNDLANRLGVRSLRGSSLLDDELMRDLPCMEYA
KISELLALYGESDFILFDLIELADYCNAKKVHLIYDKRDHPKQSLLQQSLGDLQGSSLTVVFEGTMISREEICSLQLPPP
WKLRGNTLNYGLGLLSSYFVCDALTILSAGYFYIFDPLGLTGGATSTATSSARFFSLIGNDLVERFRDQFLPMRVTQEPS
LSSANSTVIRMPLSSKCLKELEAGCNRVKQIFDRFIQNPSSALLCLRSVIQVSLSTWENGASQPTLDYSVLVDPSVATLR
KPFSEKKWRKFQISRIFASTSAAIKMQPIDVHVIESGCSYIDKWFVSLCLGSGQTRNMALDRRYLAYNLTPVAGVAAHIA
RNGVPTNINASGCILSPLPLSGSISMPVTTLGHFLVRHDSGRYIFGSRHDNSLRELEMNRKKLVEAWNEELMLCVRDSYV
EMVLEFQKLRKDPQSSAIESRSAHSVSMILQAYGDRVYSFWPRSKQHTVSLTGHGSTATNLSSPRTSKEDWQSLIEQVIK
PFYLRLADLPVWQLYRGNLVKVDEGMFLSHSGSGDDDNLPSATVCSFIKEHYPVFSVPWELVSEIQAVGVTVREIRPKMV
RGLLKDSSSVLLRSIETYIDVLEYCFSDMDPYRFSDLHRPHESQPNSQLAEPVNYSISNFMTSSSSSLSYHTSTHRPGAS
GGDALEIMTYFGKALYDFGRGVVEDISKTSDPASHRAQTVENNVLSSIISELKGVPFPTSTKCLARLGVTELWIGSEEQQ
LLMYPLLGHFIHHQCLEKPFLALLLSTQVIHTPLKLRSFSPHLLSGHLKHIFDERWVHHAVEKKSQWIPWDSNADSSTSG
PTPKWIRSFWKIFSSLNGELSLLSDWPLIPAFVNRPVLCRVKECHLLFVPPVDDSNAQTLHVSGVVDDVAGEVDVSGPCG
DETGEVEQKSALCTAFDSMNSKFPWLPALLNQLNIPIFDLSFPECGAICNLFPSRDRTLGQTIASKLVSAKNNNHLSSSV
SLSSEDCDRLLALFVSEFRLSSNHLYQREELDVLRELPMYKTVTGTYTSLLGSDHCILSPTAFFHPSDSRCLSSSANANL
FLQALGVEQLNDQEILVRFALPGFGNKTAQEKEDILAYLYSNWRDLQLNSAVVNTLRETNFVINANEFCTELFKPKELLD
PSDALLASVFSGERNKFPAERFMSDGWLGILRKAGLRTSIEADMIVQCAKKIETMGNVVMSSLEDQDDFEADLSDRKNEI
PLELWSLAESVVNVILANFATLYDNGFCQKIGEIVFVPAEKGFPSIGGKRGGRRVLASYSEAILSKDWPLAWSSAPILAK
QAIVPPEFSWGAFRLRSPPAFSTVLKHLQSVGRGNGEDTLAHWPSSSGIMTVEDAFLQILQYLDKVWGTISSSERTELQK
LAFIPVANGTRLIAVKSLFARLTIDMSPFAFELPSLYLPFVAILREIGMQESLTNSYARELLLDIQKACGYQRLNPNELR
AVMEILDYMCSGVNQAISDGSEGLFDSVIPDDGCRLVSATSCVYIDPYGSHLLSSINTYKIRFAHPDLPRNICKALGIKM
LSDVIVEELDGKEELVVLDSICSVTLDRIKEKLLCKSLHDALRIVMIGVANHFPSFEALNLVQIESILEDISQNLQFVKH
VHTRFLLLPNLQDVTRTAQHPSIAEWSGNGKHRSIYYANKSMGHILVAEPPSFLTIHDVIAIVVSRRLGAPVILPVASIF
ACPDGSEKEVLEILHLGTETGVSKREGRYDGSLGAELLSQDARQVQFLPLRPFYSGEIVAWKTGKEGEKIRYGRVPEDVR
PSAGQALYRFPVETAPGETRMLLSSQVYSFKSVSMADLSSAHFQLDGGRVAEVGQQGHTPINTRTDVVDDMAAGLEYGKV
SSMELVQAVHDMLSAAGVRIDAEKETLLQSTLSLQDQLQESQVALLVEQEKAESAVREADVAKAAWSCRVCLNSEVNMTI
IPCGHVLCNRCSSSVSRCPFCRTQVSRLMKIFRP*                                             
>Sbic_0011s003340                                                               
MGGEDLEGDAAPSCSDNGSAYEHATEELATVTMCPVCLSKPRDMAFGCGHQTCSECGPQVADCPICRRPIDTRVKLY*  
>Sbic_01g010680                                                                 
MQRRRAHTWAGVGKTAQAAAAHAALFCFTLLLALMVDGRTTYSWWIIFIPLWLFHGIVARGRFSMPAPSLPHGRHWAPCH
SIVAAPLLIAFELLLCIYLESIRVRNHPSVDLKIVFLPLLAFEAIILIDNFRMCRALMPGDEESMSDEAIWETLPHFWVA
ISMVFLIAATTFTLLKLSGDVGALGWWDLFINYGIAECFAFLVCTRWFNPMIHKSPTHGEASSSSAAIRYRDWESGLVLP
SLEDHEQERLCGLPDIGGHVMKIPLVAFQVLLCMRLEGTPASARYIPIFALFSPLFILQGAGVLFSLARLVEKVVLLLRN
GPVSPNYLTASSKVRDCFAFLHRGSRLLGWWSIDEGSKEEQARLFYTESTGYNTFCGYPPEVVRKMPKKDLAEEVWRLQA
ALGEQSEITKCTKQEYERLQNEKVLCRICYEGEICMVLLPCRHRTLCKSCAEKCKKCPICRVPIEERMPVYDV*      
>Sbic_01g012320                                                                 



MAVESHRLLLAQQGQGQKQFTNAAAAGWPWTSTGDEARCATAAARPSHHHQQQAAAAAFQFQQQAASCVGVGLPAPPPPV
SSSAAPYAAAGGQVLVGDAAESGVTFGGGAGAAQHQEVVAMAMAAATAPRKRKRVVEQGQAPPVLEIGGAADVAAHFHQQ
LVDVDRLVLQHTGKMWAELTEQRRRHARQVVATVEAAAAKRLRAKEEEIQRMGRLNWALEERVKSLYVEAQVWRDLAQSN
EAAANALRGELQQALDAQQARLCGGGGADDAESCCCGENDVAAGAGAGAAGAEDGETSSSPAYGRRTCAVCGEGAAEVLL
LPCRHLCACAPCAGAARACPACGCAKNGSVCVNFS*                                            
>Sbic_01g017240                                                                 
MSSRPSTSSSRRSSSPFSAGHRRPPTASSSSSSSYFSSGRLIPRSSPSSVSSSFYGGGGGGSTRSTTPGRRSSSVAPAPA
PPPALAPVPFPSADELVIEDTSRSGDSISVTIRFRPLSEREFQRGDEISWYPDGDRLVRCEYNPATAYAYDRVFGPSTTT
EAVYDVAARPVVKGAMEGINGTVFAYGVTSSGKTHTMHGDQNCPGIIPLAIKDVFGMIQDSPGREFLLRVSYLEIYNEVI
NDLLDPTGQNLRVREDAQGTYVEGIKEEVVLSPGHALSFIAAGEEHRHVGSNNFNLFSSRSHTIFTLMIESSDRGDEYDG
VMYSQLNLIDLAGSESSKTETTGLRRREGSYINKSLLTLGTVIGKLSEGRATHIPYRDSKLTRLLQSSLSGHGHVSLICT
ITPASSNMEETHNTLKFASRAKRVEIYASRNRIIDEKSLIKKYQKEISSLKQELDQLRRGMIGGASHEEIMSLRQQLEEG
QVKMQSRLEEEEEAKAALMSRIQRLTKLILVSTKNNIPALTDGHQRHNSVSEQDKLSTSQDSSTLVQNEGTTKDPLSDSL
DEINQLRSGSGEHSSVTGSAADSTQAGFTASDHMDLLIEQIKMLAGEVAFGTSSLKRLIEQSIDDPEGTKDQIENLEREI
QQKRRHMRALEKQIMESGEASVANASMVDMQQTITKLTAQCGEKAFELELKSADNRVLQEQLQQKNVEINDLQEKVFRLE
QQLSAKVDIFPEQETDCAQQEAIDLKSKLQSKEAEIEKLKFEHLKITEEHCDLINQNHKLSEEAAYAKELASSAAVELKN
LAEEVTKLSVLNAKQAKELLVAQEMAHSRVHGRKGRATSRGRDEVGTWSLDLEDMKMELQARRQREAALEAALAEKELLE
EEYKKKFDEAKKKELSLENDLAGMWVLVAKLKKGALGISDLNVDDRTVNLADITNGTKENKGEKNFALVEKQISDDSVKS
LSTEGHRSPEFEPLLVRLKAKIQEMKEKDTDPLSDKDGNSHVCKVCFESATAAVLLPCRHFCLCKPCSLACSECPLCRTR
IADRIITFT*MSSRPSTSSSRRSSSPFSAGHRRPPTASSSSSSSYFSSGRLIPRSSPSSVSSSFYGGGGGGSTRSTTPGR
RSSSVAPAPAPPPALAPVPFPSADELVIEDTSRSGDSISVTIRFRPLSEREFQRGDEISWYPDGDRLVRCEYNPATAYAY
DRVFGPSTTTEAVYDVAARPVVKGAMEGINGTVFAYGVTSSGKTHTMHGDQNCPGIIPLAIKDVFGMIQDSPGREFLLRV
SYLEIYNEVINDLLDPTGQNLRVREDAQGTYVEGIKEEVVLSPGHALSFIAAGEEHRHVGSNNFNLFSSRSHTIFTLMIE
SSDRGDEYDGVMYSQLNLIDLAGSESSKTETTGLRRREGSYINKSLLTLGTVIGKLSEGRATHIPYRDSKLTRLLQSSLS
GHGHVSLICTITPASSNMEETHNTLKFASRAKRVEIYASRNRIIDEKSLIKKYQKEISSLKQELDQLRRGMIGGASHEEI
MSLRQQLEEGQVKMQSRLEEEEEAKAALMSRIQRLTKLILVSTKNNIPALTDGHQRHNSVSEQDKLSTSQDSSTLVQNEG
TTKDPLSDSLDEINQLRSGSGEHSSVTGSAADSTQAGFTASDHMDLLIEQIKMLAGEVAFGTSSLKRLIEQSIDDPEGTK
DQIENLEREIQQKRRHMRALEKQIMESGEASVANASMVDMQQTITKLTAQCGEKAFELELKSADNRVLQEQLQQKNVEIN
DLQEKVFRLEQQLSAKVDIFPEQETDCAQQEAIDLKSKLQSKEAEIEKLKFEHLKITEEHCDLINQNHKLSEEAAYAKEL
ASSAAVELKNLAEEVTKLSVLNAKQAKELLVAQEMAHSRVHGRKGRATSRGRDEVGTWSLDLEDMKMELQARRQREAALE
AALAEKELLEEEYKKKFDEAKKKELSLENDLAGMWVLVAKLKKGALGISDLNVDDRTVNLADITNGTKENKGEKNFALVE
KQISDDSVKSLSTEGHRSPEFEPLLVRLKAKIQEMKEKDTDPLSDKDGNSHVCKVCFESATAAVLLPCRHFCCKLHTLLC
LGATFAQH*                                                                       
>Sbic_01g018050                                                                 
MRKAYRDSIKVLEADIQHANTLASEFPRDYDGACLQMRLSYSPAAHIFLFLVQWTDCSLAGALGLLRILIYKVYVDGTTT
MSTHERKASIKEFYAVIFPSLLQLQRGITDVEDKKQKAVCMERYTKKDEDERGSLSDIDVEREEECGICMEMNSKVVLPN
CTHAMCLRCYQDWSSRSQSCPFCRDNLKKTCPGDLWIYVEDQDVVDMETVSSENLRRLFMYISKLPLIVPDVIFSVYDSH
IK*                                                                             
>Sbic_01g028680                                                                 
MAVQAHYHHHHHHHHRESPFLVSGGTPESSRLVAAMELHQAQKEAMAPQQAPPLFLDFSHGDCGGGRKRQREAESVSPQF
FSLQQQPEAQAPKLINLAQLHKRPAMGLRLDFDEGSEHVSCTSSASASCLLSEELAAQRDQHKNEMDRLIQEHAERLRRA
LADTRRRHYRSLVGAAEAAAAQRIREKEAEALEAARRGADLEDRVARLRAEAEAWQAKALADQSTAAALHAQLQQASAAA
QARGKAAEEEEDNAGGAAADDAGSCFVDPDRVVEIAPPRPPPARPCRTCRQRSASVVLLPCRHLCVCAECEPAVPAAAPF
AAGAGAVAAACPMCRGAVTGTVQVFFS*                                                    
>Sbic_01g031230                                                                 
MGNSLGCSASGERLVSAARDGDAVEARMLLELSPALARYSTFGGLNTPLHFAAAKGHLDIVTMLLEKGADVNARNYCGQT
ALMHACRHGHWEVVQMLLLFRCNVTRADYLSGRTALHFAAHDGFVRCIRLLVADFVPSVALEDIASSVVDGGDCQTNSGS
SPNSLLGQKFNESARVRYINKPADGGVTALHMAALNGHLDCMQLLIDLGANVSAVTFPYGTTTNLIGAGSTPLHYAAGGG
KQECCELLISKGASRLTLNCNGWLPVDVARIFGRRSLEPLLSPNSHSNVPVFQPSSYLALPLMSILNIAREFGLQHTVPS
ADDNDLCSVCLERSCSVAAEGCSHEFCIKCALYLCSTSNIRVEFTGPPGSIPCPLCRNGIMSFTKLPSTPTEGLKSSSAL
TFCNPCILNTRSMDSPATVSKAEIRRNRVAAVSSELVCPITCSPFPSSALPTCRCSDDDPCGATDAQDGSEAQSPRPSHC
VSMELDKRGEEDLDRTSCSGMFWSRRSCHREQQCDAEINA*                                       
>Sbic_01g039610                                                                 
MGHGASCGRPSDEVDFFGAAQAGDTARLAAALRSRPTLLTRTTLFDRLSALHIAAAHGHLQVVSLALDLCVHPDVVNRHK
QTALMLAAMHGKTDCVRRLLDAGANIVMFDSSHGRTCLHYAAYYGHADCLRTILSAAKSAPVSESWGFARFVNVRDDTGA
TPLHLAARQGWRRCVHVLLENGAIVSASSGAFGFPGSTPLHLAARGGNLDCVRQLLSWGADRLQRDSVGRIPYEVAVKRG
HVACAALLNPSSAEPLVWPSALKFISELEPNAKSLLEAALMEANRERERRILKGTKNALPSPSHPDDGAHDTAIAEASDA
EVCSICFEQACSIEVRECGHQMCSACTLALCCHAKPNPATQSQPQPTCPFCRGGIARLVVATRTRAGDDEDDEERGRLES
PRHRRSRRSMNLSGDAGSTSTLMGSIASSIGKMGRRRTDSSEQVDVKP*                               
>Sbic_01g040220                                                                 
MAFFSHHHLQQPHPQQAPPPHQQQPVLPSFRNALPVPVDGQIPAPLTFFNPPPAFPEQPAQAPLVDAMGLTAAAGLGWRQ
PREQELLGENSQMSSIDFLQTGSAVSTGLALSLEDRRHGGGGAGNSSGDSPLLLLPMLDDDISREVQRLDADMDRFIKAQ



SERLRQSILEKVQAKQFEALASVEDKILRKIRDKEAEVETINKRNSELEDQIKHLGVEVGAWQQRAKYNESMINALKYNL
EQVCAHQSKDFKEGCGDSEVDDTASCRNGGAVNLQLTPKENRQQKDLTACRVCKSSEACMLLLPCRHLCLCKECESKLSF
CPLCQSSKILGMEIYYA*                                                              
>Sbic_01g040770                                                                 
MGNAGSNGGGAAAGHRRRSSSHGHGHHHQAPPPPQPQETAPNRYVFAAATPYPPQYPNPNPPQYYPQYGNYYPPPPPSVP
VPLPAPYDHHHRPPTAAPGEFPPPPPAHPHHYPGWAGRYPSYGPHLPMPTPYVEHQKAVTIRNDVNLKKETLRIEPDEEC
PGHFLVAFTFDATVAGSMTVYFFAKEELNCNLAAMKEDLIKPVTVSFKEGLGQKFRQPSGTGIDFSVFEESDLLKQGDMD
VYPLVVKAETALSADHPSEGDDQKMKTPNSQITQAVFEKKENGDYQVRVVCQILWVNGTRYELQEIYGIGNSMEGDADAN
DPGKECVICLSEPRDTTVLPCRHMCMCSECAKVLRYQTTRCPICRQPVERLLEIKVNNKSEEQQQTPQSPPLPAPAPQQE
EV*                                                                             
>Sbic_01g040940                                                                 
MGGGIGRPRATTASLAPADLVLKAACERCGAASELYLTSCRHTTLCSDCGKTLARARGRCTVCNAPVTRLIREFDVRVDT
SAEKEKTHSIGRFTTGLPPFSKERSTENRWTLRKDVPQGRQLTGNMRDRHYSKRPWILEDETGEHQYQGQTEDPPATYYS
LTLKGNDMIAVQVGPWYNFSKIAQYKQLTLEEAEEKMNRRRSSASGYERWMMKAATNGAAAFSSGVNRLDVNRGATNGVH
PKKGDRNENGSQSDKVDDEEGGAARKNRLGLTMKGMDEDDEEGGKDIDFDLDDEIEKGDDWEHEETFTDDDEAVDVDIEE
RPDLADPEAPPPEIKQDDNENELGGSDNLSKSGQELKKLLRRAAGENESDVDDKSTDEDDLPSPELAPKQLVPKSEPVDS
NPAKPTPSVHTQSATPTSKSTQKRKSGGGDANTSNGATSKKIKIEPETRTLVVKDEKLSSLEPISKSSLSERRESSPITE
EEVRAVLLAIQPTTCQDLVSRFKPRLITREDKKTFTDIVRKISHKDCFGYVVLRKEQK*                     
>Sbic_01g045370                                                                 
MSARDRETAEALVRLAASLDGAVLGLGTAAVAVASWVKYLAVSGQLRLVASAATASIGDARSLLRGDGNEPRIAAVRGYV
RTQGSFLRAPFSSEAGVVVKHTQMCLFTEWRGIFGWTFDLHALLFRSWKEQIVTSFRAVPFVLASTELGNSTGVVHINVD
EVDYQPLPLTTVFHKLIPLETTPYTLFQTIIGNGYPIALLDEEKILPIGKKITAIGLCRAKNAESVEITSCPEIPFFLSE
LTKDEMQAQLASRARILFWGSIVLGTLSVCLVGHAIYRGWKRIKLRREARQAQQMFEDAEDAIREDNSSDDDDDDVGDGQ
LCVVCLRKRRKAAFIPCGHLVCCCKCALRMEREVEPLCPMCRQDIRYMIRIYDS*                         
>Sbic_02g009010                                                                 
MDNLKTHSEYADQPQGPQANALSFALPTGQVLDSHMIGQQHANLSSFWFSLEQHRLQLDQVLQLHNEQLRVSLQKQISMH
NATLLNLVESVTRDVLMQKHDEIASLRIQLQKKQEDLETTLHDRDEWMKVAVAAYEINQSLIHMLRTVQEANSHVSSNDL
DAPSYRGEASSTARTAVETAQPNLICKVCNSGNACMLLLPCQHLCACKPCGAWLATCPICGAAKTDAIEARFVYNK*   
>Sbic_02g009586                                                                 
WFLPDKHTLAMGAAGNCSDPYRSHVGERDDTSSDIKLGPDFTAAQKQANPVSGDLSLIRVKLEQSLSSVQAFIAEHVSPK
DIDLDWSKEVIVGLDGFRYVGCNDLRDVVLNSLHMFFKTAVDILSCQGHTEDAVVNAVRDSALCYQFDGPITKIVEHSRT
LLQSGNRLVDRSYSENVDTVLHMLGLYFLCNASSLLKKYCPFFTLGDALWCILLCDMDISIARAAFAPMSGYGNGQSEGY
AHSQSDLCEGRESVNELSEEYSCRDTESPALFEPPQPEAIEMTWSNFLTNYIVSLSFQKFGGKNQDAPSAQCENSPSVPR
AVNKKETKGKRSKTNSMKSQKDSGKDLVVFKNIPQVKGIISKTSFRMLKENKTLTAFLASAHSTLAGTSEVASEKDSQTS
MLVPTKPRSGPCSVKTGYSPAVVSIGSLSYPPSCSSNSSSSAMGKTEPRQRMEPDVVHFSLPNTPAEGFEFHFSREGLQT
TWVPKDRKEELALKLVHRLGELKLEVQIWTDWANERVMQSTNRLINERTVLFSLKKDKTDFEESDVLTRKRLEETQRAID
STSCELDRVNSLVQELTGKISLCRREKKAVQLQGEQADASLASIKSKKTESMNRLKSMETEKILLQEEIAAERSKLSKLL
QSLEQARRDEDILTKRCQEGEKMKDALMKQVNFERTELERIETLGRAKSSHLLLKARNDQEWLQTSIKNLTQQIGEMSSR
SKSPSITNFMGCPGFVIDSVQREQECAMCLEEEVSVVFLPCGHQVVCAGCNQRHRDGGMTECPSCRSPIKRRICARFADS
*                                                                               
>Sbic_02g010610                                                                 
MGLQQSKEELLYQQVNYGNVDGIRTLRGQGVGLEWIDKEGKTPLMVACMRPDLFDVAKVLIELGANVNAYRPGSHCGTAL
HHAAKKGLQQTVHLLLSHGANPFIPNDDCNTALELAREKGHVNVVRAIEGRLSLFCGWMRENYAPAFLDAIAPQFMTRKI
WAVILPREVRTPTRPLKLELAIYPELQASKPRVVVKLWKCQIEQPKLNQADPSIIIFDKGTKTRYKILPAYEGDKQQLQW
FYNACCGMAQVFNTAPVPPANLPMPNPAPANSSVAPSELSAPSKEDVELAMAINASIQSAIAEGVPNVQPNASTPNNNGW
SIPPSNSHNGWGPSVTPAPSKTSGQSQARVDAPSSSSTYNGWDVPGTSSGQSSSKPHKTETNPPVLIPQEALQALPTPTA
PPFAEETFYSGPVHYPSIDSTPVDVTMPATTEGGTTGSTTAAAPTKQEENEADASDSGKTPSGTCVICLDAPVEGACIPC
GHMAGCMSCLKDIESKKWGCPICRATINQVVRLYAV*                                           
>Sbic_02g023390                                                                 
MAGQPRERGSRSARKGRSARAVPAPAPPPASDPDPAAGEDAAPWLRATADELEERLLKRLDEAYAAALARLADLGHGEEA
SLEAVLHSGHCYGKLNDPVSNIVANARAYLSDPNHATASGGFADLRRLEEYSLAGLVCLLQSSRPTLTRAEALWCLLSSD
LRLEEAIAIGSSLNGEPSSTAVPAESEELPPAVAEIAQRGCIHYHNTTAAAAQDPTLFDPEAFMRLAIRQGPAAATISCL
KAAGWSRSSGTIQEGQPKESFAKKLSTEELIESVVAELEALDIDKKDPPDANPDPKNQMARDLIKQTREMEAQLKERREW
AQGKAIQAARKLGADLTELRVLRMEHDENQRRKKEKQVMEDDTMKRLAHLENELKKKSGQLDRSNATVQRLEMENAEIRA
EMEAAKLSASETEKQCQGLLRKEKKDSKRLEVWERQKAKLKEDIADCKTKITQAERELAEVNKAIKNMEKKIREDTRVKE
ENMVLLEEERRKKEAAKADSDRRLEELRRKKEVESQCYKDDLHRLQDELSRLQKSAGATQQAVPSTNFTGTANRSAARAP
KQQPIQRPQPASNRSLPPPAQKPSRRRDCVVCKKEEACVILLQCAHQVLCVGCNKLHEDKGISRCPCCSAEVEERIRVFG
ASSN*                                                                           
>Sbic_02g024447                                                                 
CSYSTFCSYPPEVVKEMPKEVLVKEVQRLQLALEEQTEMANHSQQQCDSLRNERILCRICFERDICIVMLPCRHHVLCEP
CSNKCQSCPICRLTVESRLSVYDTVISANPLCDAV                                             
>Sbic_02g029170                                                                 



MDVRVPPGSRPRPRPPTPRRGVTLAEQLAASSNLRDLLKLRDDDVGSGGEGGEGRPAAAARRRTLLDVIRDADEGRRPPA
AASGRRVVRPAPASAGVGGTATAAPASAARRQSQRVSLMALLERTEQQQWTWKRAGGAEEAAPLPEEEEKGKGGGVGGRC
CVCVARGKGAAFIPCGHTFCRACARELRAGRGRCPLCNATIREVLNLF*                               
>Sbic_02g032390                                                                 
MSTVATPPPPSAAQEKAASRNKRKYRAEPPSAELGPFGLEYPLTADCVGFEFMSPEKAAAAAEGVSLDLLQNSCENCKDV
HPTAEELLECQRYVNWSDPNETQLEEILLKSLDTTFDNAVSLITTMGYSEAAARAAVVRTAAQYNWRESLAGFGEAAVEV
LKTEGDMLPREGASVEDMRKIEQAVLGSMVALVNEAQPFYTTGDVMFCLLMSDMNVANACAMDYSTSSLPAVAAQVIAQP
VAGNYEPGSGSNLSVSITNPQTGVTFRGKLTPVPPGSYGAVKADSSMAPASLNVSSSKPSVSGKTQCVIPNIETKEHPVS
TRDHSEDQPFVAAATQSLKNDKPSPSKRGGSKRDSLHRQKLTSFDKSSRALGSKGSLRSGKHSSSASAVLERKCRSFSDS
TSSNLKGSSRVAKGFAASISGSEVSVDLSFTGTLSPSPSFDAKVVSNSNPAPAASTDLSLSLPSSSDSLNHDSNTEGVDS
SSKINFSYDEEQKVWIPQDKKDAIVLILVQRQKDLQAHMHDWTDWAQQKVMQVAHRLAKEKDELQSLRKEKEEADRLQEE
RHHLEESTRKKLLEMESAISRANAQLEKAEASARRREVENAQLTLQMEAAKRHAAESATNISELLKKDENSRKRSQRWES
DRALLQEDLAAQKSKLSRVQEQLQHAKELKDQVQARWKQEEAGKVEAIALVTSERKEREQIETSMRSEENLLHLKAANDA
QRYKSEIRALEQHIAQLKVSLDSLKVAAPKWGTDNKTYALHLSEGRKNSNAQILSNIAVPQDLDFDDIQRDRECVMCLSE
EMSVVFLPCAHQVVCVKCSDLHEKQGMKECPSCRTPIQRRVCARPAGF*                               
>Sbic_02g033780                                                                 
MASSVAAMPHESASWRDPSRPTPSRGFFNILVSTSSPDAAAAGGSASSSSSASEPTPRRRRQILDRWAAAAAAVTASAAP
EPADQPRRARDAELSELASATRPVTARAAVFREPSPAPSDASSTAANAAFAAAGATSAPSELPPAGPRASSLIQRWREIE
AIGPVTPRPGTAAADPGAASASDSDTGSPRGRVGCIVKKLSGASSLPEEELDEVAKSELSFSQSAPPSPARMRDASSQCA
YPYPYPTGAINCPRPPHLVVRTVRGRRAMEELVAAMAHRRRREVAALAERHAVSRFAHKGRIQLHGQYFTFTFHRSVRLS
FLDQKKKGSQLRRCKLDIVFCKNTDEMESMLRLRLLRQRGTVEDELWSQLKPVRPHQPKHVGELSKCRPDEHFCNDRVPA
EEKSTDVSAEGLVDGSGNLQCDEQMKTKGDTSQKDCKNFCVHSQNYSEASNFARYGEHSTIDENQFVEDISPSTTSTLHE
LETPSSRGDNLREEDNQSINGSWEERGLWISSLGWPAPIDTMSPDSWHQDTMGDIENHNNQIQFNDRPWIDSPNSWRSLC
VVTQSDYRALSRNADICNLLESKKVSKSLESDFSNKMNQLLLTALQKQRQQQMMDDFGGYYDERMYWRQNDEIHDADKEA
SAPCSLAPVSHLGAHQQESWQHSSFGSQHHDNQNLLEMEVRVRGEMSQIHHEIYELRKLVESCIASQVKMQHSIKEEVCS
ALREAGLMPSQPDTTAAKRGDCCICHRMQVDSLLYRCGHVCTCFDCADQLKMSGRSCPICQSPIDDVVRAQLNF*     
>Sbic_02g039995                                                                 
MDCPATIHFGLQYLLSYNWSNVLRGDSSLAKLAQLEEFSHYFRRITVSVDGEDDHSLNMVDEEEDDTCCICYNCDSDATF
QPCHHRSCFGCISRHLLNNQRCFFCNAVVTSVTRVADS*                                         
>Sbic_02g041380                                                                 
MMIPWGGVGCCLSAAALYLLGRSSGRDAEVLRSVARAGSMKDLAAILDTASKVLPLVVAVSGRVSSDTPLICQQSGMRGV
IVEETAEQHFLKHNDAGSWIQDSAVMLSVSKEVPWYLDDGTGRVYVVGARSAAGLILTVASEVFEESGRTLVRGTLDYLQ
GLKMLGVKRTERVLPTGTSLTVVGEAIRDDVGTIRIQRPHKGPFYVSPKSIDQLIMNLGKWAKLYRLASMGFATFGVFLL
AKRAIQHFLERKRRHELQKRVLNAAAQRQAREAEGSNGSSDTEPNSKKDQLVLDICVICLEQEYNAVFVPCGHMCCCMAC
SSHLTNCPLCRRRIDQAVRTFRH*                                                        
>Sbic_02g042010                                                                 
MGRSFRDSLKVLEADIQHANSIASEFRREYDGACLQMRMAYCPAAHFFLFLVQWTDCNLAGALGLLRILIYKVYADGTTT
MCTHERKASIREFYAVIFPSLMQLHEGINEVEDKKQKAICLERYRRRDEDQKTVISEIDDNIEEECGICMEINSKVVLPT
CSHAMCIKCYRDWRSRSQSCPFCRDSLKRVNSADLWIYTDNKDIIDVATVRRENLRRLFMYIDKLPTVIPESVFDVYDSH
VK*                                                                             
>Sbic_03g043290                                                                 
MGNHSSRDGSKHGRRQPSFQQQSSAQWGAGGGYYAQDPRADYYGAPGSQQGGGYAAPYPAPAYQPTAAAAPAPQAAKPRQ
LDRRYSRIADDYHSVDQVTDALAQAGLESSNLIVGIDFTKSNEWTGKFSFHGRSLHHISNTPNPYEQAISIIGRTLSKFD
EDNLIPCFGFGDASTHDQDVFCFSPDERPCNGFEEALDRYRELVPHLRLAGPTSFAPIIEMAMTIVEQSGGQYHVLLIIA
DGQVTRSVDTASGQLSSQEQKTVDAIVKASELPLSIVLVGVGDGPWDMMKEFDDNIPARAFDNFQFVNFSEIMSKNMAQS
RKEATFALSALMEIPQQYKATVELGILGRRSFKSPDRVPLPPPTGSYDAYSYSSKSFSKPTTYPQSSSSASPYPHYETPH
TATPVAPSSTYDNQVCPICLVNPKDMAFGCGHQTCCDCGQSLESCPICRTPITTRIKLY*                    
>Sbic_03g043850                                                                 
MDGRRPEMRRTMTLSEQLSTPDPAIRDFLKIPHDADVGEGNSTSVGGGSDRTTGWKPLRDRLRLRRAVGAWQKPKPGAAA
AHARTNSGDVGNISSANNRSNKYNYSPGEAAAAFSRTFSRAPSLRAPSLKSTPTFSRVASTRVGPASGSRSSSRRPATQD
FRDVDGEDEEDDDEEEEEDDDEEEEEKEEAPAAQMSLMALLGQTDDSQWDDDEDEEDGGGGARKKGEGDDDEDDGEGREE
EMVHVCCVCMVRHKGAAFIPCGHTFCRLCSRELWVSRGNCPLCNGFIQEILDIF*                         
>Sbic_03g046580                                                                 
MWGERTHHKHWHQGHGSSGHSKDKNHDKRQPKFIPDNYSSVDAVTTALREAGLESSNLILGIDFTKSNEWSGRHSFRRKS
LHAINGTPNPYEQAISIIGRTLSPFDDDNLIPCFGFGDASTHDHSVFSFYPENRLCRGFEEVLARYRQIVPHLNLSGPTS
FAPLIYAAISVVENSNWQYHVLVIIADGQVTASNTNDGRLSPQEQATIQAIVDASHYPLSIVMVGVGDGPWDAMQHFDDC
IPERAFDNFQFVNFTDIMSTSKDMSKKEAAFALAALMEIPSQYKATQGLRPPEKHAQRIGSPRILPPPNKVLENDNAAAS
HPPQTASSKSTGIGKSTADEQVCPICLTNPKDMAFQCGHLTCKECGPTLSTCPLCRVPITMRVRLYS*MWGERTHHKHWH
QGHGSSGHSKDKNHDKRQPKFIPDNYSSVDAVTTALREAGLESSNLILGIDFTKSNEWSGRHSFRRKSLHAINGTPNPYE
QAISIIGRTLSPFDDDNLIPCFGFGDENRLCRGFEEVLARYRQIVPHLNLSGPTSFAPLIYAAISVVENSNWQYHVLVII
ADGQVTASNTNDGRLSPQEQATIQAIVDASHYPLSIVMVGVGDGPWDAMQHFDDCIPERAFDNFQFVNFTDIMSTSKDMS
KKEAAFALAALMEIPSQYKATQGLRPPEKHAQRIGSPRILPPPNKVLENDNAAASHPPQTASSKSTGIGKSTADEQVCPI



CLTNPKDMAFQCGHLTCKECGPTLSTCPLCRVPITMRVRLYS*                                     
>Sbic_03g047430                                                                 
MGHGLSCSRDGGEEHDLFRAVQLGDLDALLAADPELARHATTIYDRLSLLHIAAANGQLQVLSMLLDDDGAGGAHAPARP
DVDVLNRKKQTPLMLAAMHGRTDCVLRLLEAGANILMFDSVHARTCLHHAAYYGHADCLQAILSAAKASPVADSWGFARF
VNVRDEHGATPLHLAARQGRPQCVHHLLHAGAIVSAPTASYGFPGSTALHLAARRGNLDCVRELLAWGADRLHRDSAGRI
AYAVALRRSHRACAALLNPAAAEPMVWPSPLKLISELNPEAKALLEAALMEANREREKQIIVNLKGGTTTKTKSSYSSSS
AHDDDGTAVASRSQLDDDDDATELCGICLEQACSMEMQDCGHQMCAACTLALCCHSKPNPTTLALQPPACPFCRATITRL
LVANNKTSNSSDEAALGGGVRSHSHGSSSFRGLTSAIRSLSLSRIGRRGSGRVADSDGICHGQASTPCGVNSLLPAQAII
QSFF*                                                                           
>Sbic_04g002540                                                                 
MEDPNQSQNQNQSQFLFSAKAAPLQLFGSAAVPTVGPAGYCNYSGNAHLPVMNQARTSNIDTGTEKLLKLQMSLNDYHQQ
NADRLARVGNPSAVSTGLRLSYEDDEHNSSITSGSASMTSLPTTMSSVDDLMAELDKENREISYYLRLQAEQIGKQMKEV
NQRRMISFLANLERAVGKKLREKELEAEAMNRKSKELNEQIRQVAMEVQSWQSAAMYNQSVANSLKTRLMQVVAQSTNLT
REGTGDSEEADNAAYSQNPNARAGAAHEGFFQSDLLGGGGGGRATTSTATIGLGACRWCGGKEASVLVMPCRHLCLCIDC
ERVSDVCPVCRFPKSGSVEINMS*                                                        
>Sbic_04g021300                                                                 
MAVHAQYHAFPHDLDHRAITSSPALDNDATTASAFLVADPATAAGGRNTVLSDLTCDGDNNDTGCLRKRKRARVTMDLQG
QRALLPPTPVPVPGPQALALAPTGDVQSRALCGSAFASTSGAAPVSQGLLSHLYRHSVEIDLLLLLRIETERLRARLQDA
RRRHARAVLSAVERAAARRLRAAEAGLERALARNAELDQRLRQTEAEGAAWQDLARSHEGVAAGLRAALDSLSPRDGSGA
VGDAEDAQSCCFEWKQEQGHGEDAEASGGGRKRACRWCGEAEACVLLLPCRHLCLCRRCEGEAGVEACPVCAATKNASLH
VLLS*                                                                           
>Sbic_04g021320                                                                 
MAVHAQYLSHAFSHDHRAICSPALDNATSASPSSLGHPGGGHPLPAAVGGNTVLSDLTSSNNNGCFLPRKRARVGDVSGA
GAGLIMDLQGQRALLPPVPVPVPVLAGDVQRRLLCSAAASTTTSGRPTASVAPVSQSQGLLSHLYHHGVEIDALVRIENE
RLRAGLREARRRHVRTVVSAVERAAARRLRAAEAELERALARNAELDGRLRQTEAEGQAWQDIARCHEGVAAGLRATLDN
IMQTQTQPPCAGAGDDAGADGDAEDAQSCCFELEQEQGEGGEASGGRRTRACRWCGAAEACVLMLPCRHLCLCRGCEAGV
QACPVCAATKNASLHVLLH*                                                            
>Sbic_04g021330                                                                 
MAVAHAFHHDSRAISLHPCAACMTNPVLATAPMRPALPSFPNSLIYPSVFLLRRFIFITSAFVPALENATTTASAVLGDH
DTAAGGCGHLLLLPGVVQRQAAAVAGHTAFSDPRSELTCNNNNKYDATWSVVVPRKRARIGGAVDAAGLVMEGHRHRALL
PVPQAFAPGGGGEGALGGGSSSSSRVLCSGAASTSGRPSTAAPVSQSQHGILAHLYRHSVEVDALVRIENERLRAGLEEA
RRRHVRAVVSAVERGAARRLRAAEADLARALARNAELGERVREMGAEGQAWQGIASGHEAAAAGLRATLEQLLLQQAPCA
GAADEEGQGEGEAVVEDARSCCFEPERERRHEGGPDDDDDDKQARGSGCTRAACRACGAADACVLLLPCRHLCLCGWCEA
VVEACPVCAATKNASLHVLLS*                                                          
>Sbic_04g031490                                                                 
MAVQAQYPSNLLFHDRGEPDRKGMDMPRPPQLAGVSPAAVYFSSAGATGNNRRKRPREAMAMAPPPAAAAAKEEYVNLFT
LQPQQSTSSFANVALFHNQSRVSSPAATTALVSTGLRLAFDEQQQLQQQESKQMNALRYSSSSPSLFGSVSDELAAQVKQ
HDEEIDRFVREQGEQLRRAMADRLRRHNQAILVKADQSAARRLREKAAEAEREARRGAELEERLARLRGEAAAWQAKALS
EQAAAVTLHAQLQHAAAAARASVEELAAAGDAGPAESSSSAYVDPCRRTTGPGTSSDRACLGCRLRPASVVLLPCRHLSL
CGECFAAGDADDAAMACPVCLCVRTGSVEAILC*                                              
>Sbic_04g035590                                                                 
MGFLSLVGNSFGCSASGERLVSAARDGDLQEARALLEYNPRLARYSTFGGRNSPLHYAAAQGHHEIVSLLLESGVEINLR
NYRGQTALMQACQYGHWEVVQTLILFNANVHRTDYLNGGTAIHFAALHGHARCLRLVLADYVPSIPNFCTVMNHRPSEED
SASDFDHDALVKMVNQKADGGLTPLHMAALNGHVECVQLLLDLGASVSEVTIEDGTTIDLIGAGSTPLHYAACGGNVVCC
QLLIARGACLTVQNASGWTPLMVARSWQRNSVEEILSKEPEGRIRTLPSPYLCLPLMSIMNIARECGWRYLNQSPVCIDP
CAVCLEGSCSVAAEGCKHEFCTRCALYLCSTSYTSVSPAGAIPCPLCRHPIISFITLPGTSPIRELPRNSLSLSFCTTCP
AVNSDSSSPIAAHLYRTEFQCGRMPPMMGSSSFRSLSCQRIPAMKLNPAFCMGSMDTNPCLIRCSKFGSSLRRSASQGEE
TRRAWPLTFNPIVATSS*                                                              
>Sbic_04g037810                                                                 
MDEYHHHHHRMGAAADFRRDLEDLVCDHLGGCFSPPPSSSSSCSAAAGGGAADHEPDGEAESSAARRRRRESRLLSRWVA
RQAEEVLSSMEREVERRNREAELLALARLHPVSTLDPSSFLLSSPATPPPPRPQAPSPAAPSSLLQMWRELEHRRADAHP
FDREPTPDNADRDRERVRQIARRLTDTADSPTAAAAAATANGEWLGETERQRVRLVREWVQMASQPRDSRAGVRRDEPAA
GADRDRRGEPPRLRGRQARLDVISRMARERQRELQGISGYHVVSEFPRRSRNRIQGLLRGRFLRNGALPVEEERPPSVAA
RELGQLRQSHRMPALRSESVASSQDVSQSDASVPESVRLLVNDESQQVADVAFTDTEDTAQTLLENVDLQEMDADRAEAH
SPSIPLDDMVVMQESLTQGDNMRQDETEDDTGFWQSSLDGRLDRWPSDIDEGADRTWEDNAEDLHSETVEEDDREHGHLQ
EEHDGWHDDESHGTMENWQDDYQDSTLDTGPIPRTENRFIPPDDDNVYSMELRELLSRRSVSNLLSNGFGESLERLIRSY
VQRRGHGPLNWNLDAAMPPTNAPNANQEQERNPETRQFQGPVNRPALVIPPPPLPPRQPLWHRELRHNNWSSRHREWDAI
NDLRADMGRLQQGMSSMQRMLEACMDMQLELQRSVRQEVSAALNRFAGPEGFSMDLSDDGSKCNQVRKGTCCICCDTQID
SLLYRCGHMCTCSKCANELVRSGGKCPLCRAPIVEVVRAYSVL*                                    
>Sbic_05g020720                                                                 
MQQAIAGHQLLLPALVAATTAGRLAESATTSTSGRPGSGAHVLASELQRQHSAEIDALVRAECDLLRAGLEQARKRQCDA
LARAAAAAAAAAPALREVEAELAAALRRAADLEELLREAAAECQAWCGLARSNGAVAAGLRAAIDAVLRQGAGGAGTALP



AVVEGFGDSGGGTDDAQSCWCCYEEEQAAETAAASASASSSSSWNWNGRWACKACGEGEASVLLLPCRHLCLCKACERRT
EACPVCLATKNACIHVAAD*                                                            
>Sbic_05g020740                                                                 
MAVQAQFGGLLLPPPFAAEEEQQMLALKDYGALLSAAAATPGVAGGYAWQHYDYCAAQSELTCNGGGGAALSVPVPSRKR
GREEDEGDDLLHYAPFLPLPVTRRPHSATPPAAAAASTSGREEEMSAEHALWRRLQHGAEVDALVRAECDRLRAGLELAR
RRQRQALVRAAAVSVSAMAGRVRDAEAQLEAARRRAAELEEGVRLAAAEAQAWRGVSRGNEAVAAGLQATLDALLLRSSS
AEGFGDSDPDDAQSCCCFYVEEAPDTAAAATASSSSTWSGKWACKACGVGEASVLLLPCRHLCLCKACERRTDACPVCSG
DKNAAIHIAPPI*                                                                   
>Sbic_05g020760                                                                 
MAVQAQFGGLAGCLFPYGGGGGGWAEDQLQALLSAAAAGNNKQAQQQYHCAAGGVASAAQSELTCNGGGGLGGVVASRKR
GRDGDLEPQYHHHVPSSSAALLPIPPAVNIASSSRMADSAAASTSGRRLLLPTADALLADELRRQGAEVDALVRAGCERL
RSGLERARKRQCEALARAAAASATAHALREKEAELAAARRRAQELEERLRQAAAETQAWCGLARSNEAAASGLRATLDAL
LLRAGAGGGCVTAQHAAEEEGFGESGGGGADDDAQSCCFVEAGAPSSWKPPAAKWACRACGEGEASVLLLPCRHLCLCKA
CEPRADVCPVCSGDKNAAIHIAPPN*                                                      
>Sbic_06g015060                                                                 
MAVQARHLSHAFFHDPHAFGFRAMEDAAAAGSTVLLDDYGVRAPAAAPAGIGGTTTLRSDFPRGDLACDYALEPRKRPRV
APATFSEDQSSVVMRPPAPAVGDLQDRVLGSGAASSSGRLGNGASVSQPQGLLLSTLYHQDVDIDALVRLESERIRAGLE
EARRRHARELVAAVERGASGRARAAEAELERALRRNAELEEKARQMGAECQAWMGVARSHEAVAAGLRATLDQMLRLQSP
CACTAAAVSVNEGAAAEDAQSCCGFEAPAPDADADAASNEAAAASSSCSCKACGGGGACVLLLPCRHLCLCRSCEAAVDA
CPVCSAAKNASLHVLLC*                                                              
>Sbic_06g015070                                                                 
MPLLPLALLTQRVPNAFAVLAMAVQARHFPHNSLAPAAGASLFLDAYAGRVPAPAPIGDARTVLNDDFPRSDLAWPCNHG
RFLPRKRPRLEAADQAQAALAAGGDLFQDQRVGMRMPPACTERLLQPAVPPPFVDVQVQGRAVGSGAASTSGRMGNGATP
PAVVSLELLPSWTHRHGVEIDALVRLEAERMRAALKEARRRHARALLAAVARAASGSGRLRASEADLERALRRNAELEEK
ARQAGAECQAWVGVARSHEAVAAGLRATLDQVLLRSSPCGAGARAPAAGGGCQAEDAQLCCFEAHATEDDDADDGASKSL
ACKSCGGGEACVLLLPCRHLCLCRVCEDAVDACPVCANTKNGSLHVLFS*                              
>Sbic_06g015080                                                                 
MAMQARHHSHDYFLSRAGSLFLDEYAGCVPLPTSPAVGIRDMPLLSDFAGSELSFGYSFLPRKRARMEDHRVVLPPAVMQ
GLVQVQVQLPMTSSNVMGSGAVTSTSGREIDALLRVESERMRAALEAAWRRHARALASAVGRTAAGRMRAAESELDGALR
RNGELEETARQMVAECQAWMGVARSHEAVAAGLRASLDQLLLQSPPCAVATGGACEGHGETEDARSCCFEPGCSGGRGPQ
GAVEECRSCGGGEACVLLLPCRHLCLCRACEAAVDACLVCAAAKNASLLVLVS*                          
>Sbic_06g015100                                                                 
MAVQAQHLLNPAFLPHHDLAHAFRALEGAAVGAAVGGNLFLDELGFVGCAPPAPAPIGDAPFVDAQPRSELTCNGSGGDN
NNNVFLPRKRARVAPGFLDDGSHQQQGLVLPLPLPPHVQVFAGDVQTCRAGGCGAASTSGRAAVASNAVLSQLYHQGVEI
DALVRLETERMRAGLQEARRRHARAVVAAVERAASGRLRAAEADLMRARCRNAELEERLRQLASEGQAWLGVARSHEAVA
AGLRATLDQLLLQQQQPAAGADCGGGEAEDAQSCCFETSPSGLVADDAASRGGASSPPSPSCKSCGGGDACVLLLPCRHL
CLCRACEPAAEVCPVCAAAKNASLQVLL*                                                   
>Sbic_06g032770                                                                 
MDPGGGGGMLLEDFGQRVDLTRRIREVLANYPEGTTALRELIQNADDAGAGRVRLCLDRRSHGSASLLAPALAQWQGPAL
LAYNDAVFTDEDFASISRIGDSRKVAQTWKTGRFGVGFNSVYHLTDLPSFGTLFRFPLRSSEQASSSRLSRQSYTEDDIL
SLFAQLYQEAVYNLLFLKNVLSLEMYVWESGMTEPKIIYSCYLGPQSEKLSWHRQALVRFSGTPVESSKQKLDSFSMDFI
SEAFLGNKIEKKSSTYFIVQGMASASSKIGIFATAAAKEYDLHLLPWASVAACISNTGLEDTVLRQGRAFCFLPLPVRTG
LSVHVNGYFEVSSNRRDIWYGADMDRGGKLRSDWNRLLLEGVVAPLFRELLMKLRMLSDSTISYYSLWPTGLYEEPWSIL
VEQIYKVIYTSPVLHSEVEGGTWISPADALLHDEGFSGSNNLNEALVLVGMPIVRISNAIGDMFSKFYMQSMLKIVSPAI
VRHFLKNYAKLATLGKSHKLILLEYCLTDVDNTDIGKCMNGLPLIPLANMQYGTFSASSQEGYYYVCDNIEYELLAEVGD
RIVDRSIPPVLLDKLYQIASDSQANIRLIDGPIFCQLLHRLFPPGWKLKDQVPWNPGLGGSSPTAAWFKLFWQYIGGRSY
DLHLFSDWPILPSTSGHLHRARTSSKLIKTESLSSSMNELLAKFGCNILDAEYFSDHKQLSFYVYDGDATGVLQSIFGVV
SLEGVDLQSLFQRITPGEKNELYQFLLDPKWYLGACLSDISINQCKKLPIFRVFDGGSPSTYGFSDLSSSRKYLPPLGVP
DHLFNADFVFSICPSDEDIIMRYYGVERMPKSNFYQRYVLNRLDKLQTELRDSVLLTILQDLPQLSLEDPMFKETLKILR
FVPTINGTLKSPQSLYDPRVEELYVLLQESDCFPHGLFQNPDVLDMLLCLGLRTSVSTDTILQSARQIDSLVNIDQQKAH
SRGKVLLSYLEVHAHKWYVNKLSDGRKKVNMLAKVTTALRPRDKSWEFDLEKFWSDLRLICWCPVLATAPSPALPWPSVS
SMIAPPKQVRMQEDMWIVSASSRILDGECTSSALSYSLGWLSPPSGSVIAAQLLELGKNNEIVTDQVLRQELALVMPKIY
SLLTNLIGSDEMDIVKVVLEGCRWIWVGDGFAKTDEVVLSGHLHLAPYIRVVPIDLAVFKDLFLELGIKEHLYPIDYASI
LSRMAIRKASASLEAEELRTAILVVQHLSEFRFQDQQTQIYLPDSSSRLCLSSELVFNDAPWLLDFGHDISGSSSSIALS
SKKYVHNFVHGNISNDVAERLGVRSLRRLLLAESSDSMNLSLSGVAEAFGQHEDLTTRLKHIVEMYADGPGILFELVQNA
EDAKASEVVFLLDKTQYGTSSILSPEMAEWQGPALYCFNDSVFSPQDLYAISRIGQDSKLEKPFAIGRFGLGFNCVYHFT
DIPGFVSGENIVMFDPHACYLPGISPSHPGLRIQFVGRRILDQFPDQFTPFLHFGCNLQQPFPGTLFRFPLRNAAAASRS
QIKREQYAPQDVEMLFSSFSEVVSEALLFLRNVKKVTLYVKENNSQEMRLVHCVSRNNSSQMGKEPHALGTMLAFIHGNQ
PSGMDRNKFFSKLNKTKDSELPWSCQKVTILEQNPSSHLLHSWILAECIGGGHARKLSTASGSKSHFFVPWASVAAYLHS
VSVDDTEELSAEAEVNHGNSVFTNPDLGSSKVRKKFEGRAFCFLPLPINTSMPVHVNAYFELSSNRRDIWIGNDMAGGGR
VRSEWNLALLEDVVAPAYGHLLAAVAEELGPSDLFLSFWPSAVGVEPWSSMVRKFYVSIAELGIHVLYTKARGGHWLSTR
QAIFPDFSFSKAMELAELLSQAGLPVVSVTKPIIDNFINAYPSVHLLNPHLLRNLLIRRKRGFRSREEAILVLEYCLSDM



GDPSFCDKLQGLALLPVANGSFTTFNKRGEGERVFLTSQIEFELLKDSIPHLVIDNSLPEGVSKKLYDIAYSARMNIYIF
TSDLLIELLPRILPPEWQHAKQLSWFPEQQGQPSMEWMVSLWNFLRHSCDDISVFAKWPILPLVDGKIVQLGNAANVIRD
DGWSENMHSLLQKLGCLFLRSDLQIEHPQLVNFVQESTAAGILNAVQSVASNLQDIKELFMSTSLAEAHELRSFIFQSKW
FSGNQITSSHMDIIRNLPIFESYKSRELVNLTNPRKWLKPEGVHEDVLNASFIRTESVKERSILVSYFDIKEPQKVEFYK
DHVLPRMSEFLLQPAIISAVIRDVKLLIDNDDSARAALCETPFVLAANGAWVQPSRSVFLFHSTPSSLSDFDTCQCVFSS
NIWFLIRLYDPRVPELLKLLHQETFFPSEKFMMTEVIELLGSFGLKRNFGFSTLLDMARSVSLVHNSGQDDTFAYGQKLL
TYLNILESKTSNMEGRETFLKDENLEASEISENLEPENHGDVCDPSDQTSVSLFSNFDYDMPEDLFWSELKNISWCPVHV
APLLKGLPWFISEDVIAPPVITRPKSQMWLVSSKMRILSADSCSMYVQRKLGWCDPPNVSTLSSQLVELSKSYDELKMFS
ADTDIDATLQKEVQVIYSKLQDIIGTTSGNALKEYLDGFQWVYIGDRFVAPQALAFDSPVKYHPYLYTVPSELSEFKKLL
SELGVRQTFDAMDYLNVLRRLEGDVKGEPLCTEQLSFVHCVLEAFVDCYPDSQAPDVLLNSLVIPDSFGVLTPARNLVYN
DAPWMNANPTSKNFIHLSIGNELANRLGVRSLRGSSLLDDELMRNLPCMEYAKISELLALYGESDFLLFDLIELADYCSA
KKVHLIYDKREHPKQSLLQQSLGDLQGPSLTVVFEGTILNREEVCSFQLPPPWKLRGNILNYGLGLLSSYFVCDTLTILS
GGYFYIFDPLGLTGGATSTATSSARYFSLLGNDLVERFHDQFLPMRVTQDASLCTANSTIIRMPLSSKCLKELEAGCNIV
QRVFDRFTQNPSSTLLFLRSIIQVSLSTWEDGASQSTLNYSVLVDPSVASLRNPFSEKKWRKFQISRIFSSTSAAIKMQA
IDVHVIESGCSYIDKWFVALSLGSGQTRNMALDRRYLAYNLTPVAGVAAHIARNGVSTNIHPSSCILSPLPLSGFISMPV
TTLGHFIVRHSGGRYIFGSTRDASLPELKVDRDRLVEAWNKELMLCVRDSYVEMVLEFQKLKTDPLSSAIEPRSAQSVGA
ILQTYGDRVYSFWPRSKQNPTSFTGHGSAGTNMDSPRASKADWQSLIEQVIRPFYVRLADLPVWQLYHGNLVKVDEGMFL
ADSGNGDDDNLPSDSVCSFIKERYPVFSVPWELVSEIQAVGVTIREIRPKMVRELLKASPSILLRSIETYIDVLEYCFSD
MDPYRFSDDLPDESRVNSQHVGTANSSRSHSMTSSSSTLSYQSSTQMAGTSGGDALEIMTYFGKALYDFGRGVVEDISKT
NGPAFHRTQAAETNVLSSIISELKGVPFPTSTMRLTKLGMAELWIANEQQQLLMSPLLDHFIHYKCLEKPFLALLLSTQV
IHRPLKLRSFSPHLLAGYLKHILDERWIRIALENKSSWIPWDNNAESSTTPTPKWIRSFWENFSSLNGDLSLLSDWPLIP
AYLDKPILCRVKEHHLLFVPPISDSPDPPGDDVAGQLDTPDSPRDNTREAEQNEVLDTAFRSMNSEFPWLTSLLNQLNVP
IFDPSFPECGAICNLFPPNGRTLGQAIVSKLVAAKNAAHLPSPLSLSSEDCDRLFGLFVSEFRLANNHLYQREELDVLRT
LPIYKTVTGTYTSLLGDHCILSPTAFFHPSDVRCLSCSSNAHLFLQALGVEQLNDHEILVKFALPGFGNKTAQEQEDILT
YLYANWKDLQLNSAVIETLKGTNFVANANEFCKEFFKPEELLDPSDALLTSVFSGERNKFPAERFMSDGWLVILRKAGLR
TSTEADMIVQCARKIETMGHDIMSSLEDVDDFEADFTDSKNEIPFEIWSLAESVVNVLFANFATLYDGAFCEKIGKIAFV
PAEKGFPSIGGKRGGRRVLASYNEAILLKDWPLAWSSAPILTKQTIVPPEYSWGAFRLRSPPAFSTVFRHLQIVGRGNGD
DTLAHWPSSAGIMTVEDAFLQVLQYLDKIWGTLSSSEKTELEKLAFIPVANGTRLVPVKSLFARLTINMSPFAFELPSRY
LPFVSLLREIGMQESLTNSYARELLLDLQKACGYQRLNPNELRAVMEILDFMCNGINQSITDGSDGLFDSVIPDDGCRLV
TAASCVYVDPYGSCLLSNINTSRLRFTHPDLPQNICKALGIKKLSDVIVEELDGKEEIKVVSSIHSVSLDRIKEKLQSES
LQNALRIVMISVTNHFPSFEALALVQIEQILEDISQKLQLVQCLHTRFLLLPNLQDVTRTIQHPSIHEWSSNGMHRSICF
INKSTGYILVAEPPSFLTIYDVIAIVVSHRLGAPMILPIASLFACLDGSEKEVLQILHLGSDVGVSKREGRYDASLGAEL
LSQDARQVQFLPLRPFYSGEIVAWKTGKEGEKLRYGRVPEDVRPSAGQALYRFPVETAPGETRMLLSSHVYSFKSVSMAD
LLSAPSQVNGGVALATNTGTEVIKDADAGLQYGKVSSTELVQAVHDMLSAAGVRMDAEKETLFEATLSLQDQLKESQVAL
LVEQEKAEAAVREADVAKAAWSCRICLNAEVNMTIVPCGHVLCNRCSSSVSRCPFCRTQVARMMKIFRP*          
>Sbic_06g033110                                                                 
MVVCSMRKSFKDSLKVLEADIQHANTLAADFSRDYDGACLQMRMSYSPAAHFFLFLVQWTDCSLAGALGLLRILIYKVYV
DGSTTMSTHERKASIREFYAVIFPSLMQLPKGISDVDDRRQKAVCTERYRRRDEDEGKRPVSEIDIEREEECGICMEMNS
KVVLPSCSHAMCMKCYRQWRSRSQSCPFCRDSLKRVNSGDLWMFTDCRDIVDMATVTRENIRRLFMYIEKLPLVTPDNIF
YAYDSHVK*                                                                       
>Sbic_07g002700                                                                 
MGGVLGALLHRRSGGRPPAQGTRNRHLGLTRQPSTYDATAAAAGGHRKAMLSKKYSYIPDTYTSLDQVAAALREQGLESS
NLILGIDFTKSNEWTGKQSFGGQSLHRISDDAPNPYEQAISIIGKTLAPFDEDNLIPCFGFGDATTHDNNVFSFHRDNTP
CHGFEEVLACYRTVVPHLRLSGPTSFAPIVEAAVDIVDRSGGQYHVLVIVADGQVTRSVDTGDGDLSPQEKRTVDSIVMA
SSYPLSIVLVGVGDGPWDDMRRFDDKLPARDFDNFQFVNFTSIMSRAATAQQKESAFALAALMEVPIQYKATMELGILGR
STGNAKRVSPAPPPLPNAQRQSSLRRGASNVGAAAAPRDDQVCPICLTNAKDLAFGCGHMTCRECGESLTRCPICRQPIR
SKLRLYSG*                                                                       
>Sbic_07g026470                                                                 
MEGRVLRRSVTLADQLAAVGPAPSVAVAGPGGAAAAGSCNLRDLLKLRDEDDLASAGRRAAVTLASAMAAERQVSAPSPS
LSLSPPSSSSPATAAAAAAAAAARTLLDIIRDDQPPASGPSSGDPFVRRAVSLPPPTTATASPPAPTLAAAEAAPAPPPP
PPAAAAADEEEQEQRVSLMALLEQTDRQWSAVPGATTQPEEEEEEEEEEDSAALEALEPVDDDAELEPEAAGRGVVAGCC
CVCMARAKGAAFIPCGHTFCRACARELLAGRGRCPLCNAAIVDVLDIF*                               
>Sbic_07g028640                                                                 
MGSWCSKENTPGGRQQQHDHNHNHNHSSGAASKGGKNRYANFGDDYHTLEQVTNALAHAGLESSNLIVGIDFTKSNEWTG
QVSFNNRSLHAMGNTPNPYEQAISIIGRTLARFDEDNLIPCFGFGDTTTHDQSVFSFYRDNQPCDGFEQALARYRELVPQ
LNLAGPTSFAPIIETAIGIVDSSGGQYHVLLIIADGQVTRSVETGNGQLSRQERETIDAIVKASDYPLSIVLVGVGDGPW
DMMRQFDDNIPSRAFDNFQFVNFTQIMSRPIPTSKKEAEFALSALMEIPEQFKAALSLQLLGKQRGFLNRPVLPPPGNGG
LKYSGWSAVKPTECTSYGSAPEKPSAPRLDSDIGDPQTCPICWSQTKDLAFGCGHQTCSDCAKDLKVCPICQRAISTRLK
LY*                                                                             
>Sbic_09g001370                                                                 
MGHGVSCARTGDEHDYFRAAQVGDLDALGALLAADPSLARRATLYDRLSALHIAAANGRLEVLSMVLDHGVPPDAVNRHK
QTPLMLAAMHGKIDCVLKLLQAGANILMFDSLHGRSCLHHASYFGNVDCLQAILTAARTTPVADSWGFARFVNVRDDHGA



TPLHLAARQGRPGCVQVLLENGAIVSALTGSYGFPGSTSLHLAARSGNLDCIRKLLAWGADRLQRDSAGRIPYAVALKRN
HEACAALLNPSSAEPMVWPSPLKFISELDPEAKALLEAALMEANREREKKILKGTKYSPPSSPPSTCEHEIDADAIDDVS
SETSDTELCCICFDQACTIEVQDCGHQMCAPCTLALCCHSKPNPTTLTLPSPACPFCRGNISRLLVARASTASLDADTDK
AAAAAASSPQLVRRRSRRSHNLSDGGSSSFKGLSSAVAGSFSKIGRGSSRMADSDNGMDKPEHDL*              
>Sbic_09g019560                                                                 
MGASSSRRRRDDYYPPPHHYSSYPPPPPPPPHHHHPPPPPPPPHHRPPPPPPPSSYYYHPHPPPPHAYHGPWHPAPAPPP
QPQPPALTGPPPEFVEHQQAQKVKNYVNLHKDTIRLVPDDADPDRRLVAFTFDAITDGSVTIYYFAKEEKDCSFSSIYPE
LQTPTKIPFEKGLAQRFIQPSGSGVDLGFFSLDELSSSSGEVFPLVVYAEAYPSPEEGGPSVNSTRAQITLAVLEKHNND
LQVKVVKQILWIDGVRYELQEIFGMVNSTESDVADADADDTGKECVICLTEPRDTAVMPCRHLCLCSECAKTLRFQSNKC
PICRQPVEKLMEIKVRSSEP*                                                           
>Sbic_09g026010                                                                 
MALMLGYYSPVELAVAPGCSRLVQASSVFVQGIEVSVDAGSQGSGGGLVLYGLPVASPPDAPTEWPESRRVVVPANSHRQ
WTYFLNKGARLQADYSVMSEDDVHLPLCIIIAQGNGTVEQTVNLSSEYYIAVRNLNNHHDTTVQLEFRIRALLYNTSGAD
YRCSPGPGHAICTYRLPFLGRNVAVLLSGHTERLNSDAQHVKLSYEPRWTVYVVGSVVLALVLLLLYEILDQLFGPCTGG
GGGADLRRPLLAGKEDDGASLGSSYDSVSHDGSDDREPEERGEGGGGCVLCCDAPKDCFFLPCGHSATCYACGARVVEEN
GGCPFCRRKLKKVRRIFTV*                                                            
>Sbic_10g001750                                                                 
MGNALGCTGLGERLAAAARDGDAAEVRRLLEANPGLARCAAFGSLNSPLHLAAAKGHHEIAALLLENGADVNARNIYGQT
ALMQACRFGHWEVVQTLLVFRCNVSKVDSLSSRTALHLAAAGGHVKCARLLLAGAGGNKLVNRAASGGVTALHLAALHGH
ADCVHLLIDERADVAAPTLPCAASPMASIGAGSTPLHYAAAGGEVKCCQILVSRGADRTAVNCNGWLPVDVARTWGCHWL
EHVLSPKSHLPIPKFPPSAYLSSPLASLLTIARDCGLVLNTTPPEVLDDDGGDACAVCLERPCTVAAEVCGHELCVKCAL
DLCSVIKSYDVPGIAGTIPCPLCRSGIASFRRRAADEDEPDVNAGGGRRRGAGGDHQASSSPEKKRSTDSDQEILPLFFT
PPAVLS*                                                                         
>Sbic_10g009080                                                                 
MNVLLIAMVSFASQWFTCLMVAGVALVIRNYSTFDLVIQLLTHIHLAFYLHPVSIAVVLLAMLYCFLKQLAGNADAAEQE
EPIRRRQDETEPILPRKEVFFSYGATEEHQPECSASCPAPAEDPLSEKMCRICYDSPRSCFLIPCGHCFTCFTCARRIVE
EESKACPICRRLIHRVRRLESP*                                                         
>Sbic_10g023860                                                                 
MGQKDSKPSYGYGYSYDYGSTSSGYNSRNTGNTSSGYSARYAPSSENNVQPETTARLQRKYSRIGDDYRSLSQVTEALAQ
AGLESSNLIVGIDFTKSNEWTGKISFNRRCLHDIGNTPNPYEQAISIIGRTLSAFDEDNLIPCFGFGDASTHDQEVFSFY
PENRPCNGFEEALDRYREIVPTLRLAGPTSFAPIIETAVGIVDSTGGQYHVLLIIADGQVTRSVDTQSGQLSPQERATID
AIVRASQFPLSIVLVGVGDGPWDMMHQFDDNIPARSFDNFQFVNFTEIMSKSVAADRKEAEFALSALMEIPTQYKATLDL
QLLGRRQRITPRIALPPPIRNAYSRSTSFSQQSGVYSRSSSFDQQTSGFQQRSESLKQQQPAAPKRPDTDTYASERALED
RILCPICMYKSKDLAFGCGHQTCYECGKNLERCPLCQQHITTRIRLY*MGQKDSKPSYGYGYSYDYGSTSSGYNSRNTGN
TSSGYSARYAPSSENNVQPETTARLQRKYSRIGDDYRSLSQVTEALAQAGLESSNLIVGIDFTKSNEWTGKISFNRRCLH
DIGNTPNPYEQAISIIGRTLSAFDEDNLIPCFGFGDASTHDQEVFSFYPENRPCNGFEEALDRYREIVPTLRLAGPTSFA
PIIETAVGIVDSTGGQYHVLLIIADGQVTRSVDTQSGQLSPQERATIDAIVRASQFPLSIVLVGVGDGPWDMMHQFDDNI
PARSFDNFQFVNFTEIMSKSVAADRKEAEFALSALMEIPTQYKATLDLQLLGRRQRITPRIALPPPIRNAYSRSTSFSQQ
SGVYSRSSSFDQQTSGFQQRSESLKQQQPAAPKRPDTDTYASERALEDRIVCISFLFSPSPSISCPNANLNCNTGDLIFT
CALTSY*                                                                         
>Osat_LOC_Os01g27720                                                            
MGNIASSGGASPRPPPPHLEAYRHGVPPPYYHSYPRPPPGAAAPPPVPVPAHVERHRAVAVSVGVNVKGDTLRLVPDDDD
DDGRSLLLAFSFDADGPGSITVCFFAQEDKCALKTAKENLLQPVTVPFKEGRGQEFKQPSGSGIDVSRFEESELTNVGEG
GVFPVAFKVQMDVSGNQESEGAHETEQSKYLVKYAIFVKKDNAEYGVHVVQQILWVNGIRYVLQEIYGIGNTADKNAHED
DSGKECVVCLSEPRDTAVLPCRHMCLCRECAQVLKYQTNKCPICRQPVEGLREIEVDNKPIPQQGSQQLTAPQ*      
>Osat_LOC_Os01g38700                                                            
MVQLDADDANSGSAASATHSHAIGDMPQPDASSRTSADEDDHGHNVGIDDIDDAGDNGSIGSDSDVPSCAVCTEPLEWAA
VGPCGHRAVCSACAARVRSAPNPDNRCCICRTICPFVVVTKAAAGVVSFSTLPAVASHDDGRVGEYWYCAAVSAYFDDEQ
QYEAAKAVASRRHGDQPAMVHRAVHGVGSPKAPTMQIALRVYKTHSHIEIGPDFTEPGFPVME*                
>Osat_LOC_Os01g38710                                                            
MAQLHGGSVGHSQAIDDIPQFYASSCSATAYHSHAMEMSRLDASGRGSSRTAADDKGGHVVIDIDAADDIPIPFCVVCME
PLEWVAVGPCGHRVVCSACAARVRSAPYSDHRCCTCRTPCPTVFVTKAAAAAADGELNYLLQLQGDAGSLQDGRVGEYWY
LAPMSAYFDDERQYEAAAASSLMMKHQRPPPDADGEFQPRHGGDRGDGALPGDEFGAPELSFLALFFAACGAVVGLGFTG
FGTGWGQKVAIVLGSAGIYAPLGTSIVWFMNKNGYCR*                                          
>Osat_LOC_Os01g38760                                                            
MAPLTPQVDTNWSAAEHDHIAIDIGDSTAGSDSDDVPSCVVCTEPIEWVAVGPCGHRVVCSPCAARLRSGPNPDHRCCVC
RTLCSTVVITKAATAAHSVFTFSDQSSMPVAAAQDDGRPVGAYWCSAAMSAYFDDKKHYDQVTKQVVVAAADRCFLRTPP
RRPDVDASPLRRLCVRMSWRGHVLALLVVVLVTALVGGWVGYLTSGDEMMSDRIGIVAGIAALWGALAAVVYGIIAVFH*
>Osat_LOC_Os01g68060                                                            
MGGGQSRSPRDGSGHGRYGHSPSFQQQWGGGGGGGGGGGGGYPYGQDAHGGGYYGAPAPQGGYAAPYPAYQQPPPPMPSP
AATQPPARAGGASKPRLDRRYSRIADDYHSVDQVTDALAQAGLESSNLIVGIDFTKSNEWLGKFSFHGRSLHHISNAPNP
YEQAISIIGQTLSKFDEDNLIPCFGFGDATTHDQDVFCFYPDLRPCNGFSEALSRYRELVPHLRLAGPTSFAPIIEMAMT



IVEQSGGQYHVLLIIADGQVTRSVDTASGQLSSQEQKTVDAIVRASELPLSIVLVGVGDGPWDMMKEFDDNIPSRAFDNF
QFVNFSEIMNKNMPQSRKEAAFALSALMEIPQQYKATVELGILGRRSFKSPERVPLPPPGGSHDAYSYGSKSFSKPSTYP
QSSTSSSSYPHYETAQSSSPAVPSSTYDNQVCPICLVNPKDMAFGCGHQTCCDCGQSLESCPICRSPISTRIKLY*    
>Osat_LOC_Os01g68900                                                            
MERRPELRRTMTLSEQLSAPDQAIRDFLKIPHDGLGGGDGEGGRIPAAAGASGGGGGVGGMINWKPLRDRLRLRRAASAW
MSASPKPAASNSGGGGGGGATLSSSNSGSNHSNKYNYSPGEAAAAFSRTFSRTRSLRPTPTFSRATSTRLGATAFSSGSR
RAAVDGGGHANEDDDEDHTDDDDDDDEEEQGKDDAPAAQMSLMALLEQSDSQWDSEDEDDQGHGGGGGGGGNGGGGGGGG
ARKNGDGDDDEDDGEGREEEMVHVCCVCMVRHKGAAFIPCGHTFCRLCSRELWVSRGNCPLCNGFIQEILDIF*      
>Osat_LOC_Os01g73000                                                            
MWGDRTHHKHWNQAHVPSGTSKDKFQAKGQPKFIPDNYSSVDEVTAALRDAGLESSNLILGIDFTKSNEWSGRYSFGRKS
LHAISATPNPYEQAISIIGRTLSPFDDDNLIPCFGFGDASTHDQSVFSFYQDSRSCCGFEEVLERYRQIVPHLNLSGPTS
FAPLIYAAISVVENSNLQYHVLVIIADGQVTTSNTKDGKLSPQEQATIQAIVDASYYPLSIVMVGVGDGPWDAMQHFDDC
IPDRAFDNFQFVNFTEIMSTSKDMPKKEAAFALAALMEIPSQYKATQGLRPLEKHAGHVASHLRILPPPNKVLENDNAAA
SRPPTASSQSTGFGKNTTDEQVCPICLTNPKDMAFQCGHLTCKECGPTLSTCPLCRVPITMRVRLYS*            
>Osat_LOC_Os01g74320                                                            
MGHGLSCSRDTDEYDLFRAAQLGDIHALSALLAADPALARRATVYDRFTALHIAAANGRLQVLSMLLDRDGDVDVLSRKK
QTPLMVAAMRGNTECVVRLLRGGANVLTFDSPRARTCLHHAAYYGHAECLQAILGAAAQAQGPVAASWGFARFVNVRDER
GATPLHLAARHARASCVRLLLDKGAIVSAPTAVYGFPGSTALHLAARAGSMECIRELLAWGADRLQRDSAGRIAYAVAMR
RGHRACAALLNPAAAEPIVWPSPLKFIGELEADAKALLEAALMEANREREKRILHGSDINIKGGDEEEESEDEEEACNIC
FEQACSMEVKECGHQMCAACTLAICCHSKPNPKTLLLHPPACPFCRTTISRLVVATTNSNKTNSRRRSRSRSSSFKGGLS
SAMGSFSRIGRGSGRLVVDGSSVGELADKPDHDFSSVAAAAAICDT*                                 
>Osat_LOC_Os02g03760                                                            
MDGEMFGSGHWGGSFPYASIPKESQFVFDAKASPLQLQLFGSAAVPAVGSTGYYNYIANNHLSAMNQERNTNNDVGHEKQ
LNLQMSLNYFPVENLDRLARIGNPSAVSTGLRLSYENNEHTSITSGSGNMSSLPIMASFVDEVMAELDKENKEFNCYFGL
QVEQLVKCMKDVKQRQMVEFLASLERGVGKKLKEKELEVEAMNRKSKELNEQIRQVALEVQSWQSVALHNQSVANSMKSK
LMQMVAHSSNLTREGSGDSEVDNTASSQNVNAVPGVFFQSGLLGINSMADGGLGACRLCRMKEAAVLVMPCRHLCLCADC
EKNADVCPVCRFPKSCSVEINMS*                                                        
>Osat_LOC_Os02g32420                                                            
MMAVQAQYVAHASRSSSSAAYAIRPALENAAPSSGASALFLDEAVSAALLQQQLVVAAAAVGGGGNNNNTAVFSDLRSEL
TCSQRRFDDFGGGFVPRKRARVGGEGEAAAGLLMSSSVMEGGGHRALLPPPPPQVTPQAFGDVHKSSSRVVGSGAASTSG
RPVCGGGLLLSHLYRQSVEVDALVRFEVRATDRAFIYRHGRWSSVSFCLLSSLEWAFDSICTYLQNERLRAGLEEARRRH
LRAVVSAVDRAAARRLHAAEAELERALGRNAELDERLRQMGAEGQAWLGIAKSHEAAAAGLRATLDQLLQSPCAAAAAAA
EGEGDAEDAQSCCFVQAPDGGAAEVSGGGNGRRACRACGEADACVLLLPCRHLCLCRGCEAAADACPVCAATKNASLHVL
LP*                                                                             
>Osat_LOC_Os02g37030                                                            
MGYDAMAHDASSPSTARDAKKKRIRGNRSAKLKQSKLDVRREQWLSQVKDGKEVKAVVSPGAAAGANSGSPILASPHPPL
PRRRAEIRTREGDPEDFKEDSVGASQDVGSSDHESPLHSPVSYNPPIGCLQQKHCSGNGGGRSFSSGSSAWSSSRSVTDS
DDDTGGSPENDDDGVLDDWEAVADALSVDDNHNHQDPVPADPPVVPASCPVPANAATRQEPIKSSTRAWSPDDAFRPQSL
PSLSKQVSFPASMGNCWVAMGIGSAQKGVPSKPTSCPICYEDLDPTDSSFLPCPCGFHLCLFCHKRILEADGRCPACRKQ
YISASSGGETVGSEREMGNLRLSRSCSMGPRY*                                               
>Osat_LOC_Os02g40810                                                            
MASEDGCGGGNPPGDAAAAPPVWNAAPAAGAGCGDLEEDLRFQCCVCLELLYKPVVIACGHMSCFWCVHNAMHIIRESHC
AVCRQPYKHFPSICQLLHHLLIKLEPVEYKRREKEVLEDEKRVDTYSPQIIEFLNSKSNNCEIDGENRPEESNSRPPQEV
TSDGNTINGHPKKVKLEDVSCALCKELLYQPAVLNCGHVYCMSCLSSLDDGALKCQVCGGLHPGDFPNVCLDLDHFIEDY
FPAEYDLRREKIKLLKGECNQGSSSGTSCIKEGRGRPTNKENRAHQDDDLSDVHIGVGCDSCGMYPIRGKRYKCKDCTEL
IGFDLCEECYNTKSKLPGRFNQHHTPDHRMELDHSALFNRLMRLQGIHEEGPGEIIIEGAFVAPDAVVHIIADDHEEIED
NGEDDHLL*                                                                       
>Osat_LOC_Os02g46220                                                            
MAVQAQYPSSLLFHDRGEPERTKEMDLPRPQMFAGVSPEVYFPSGGASGINRRNKRSREAIAMAPPPAKEELVNLFTLQP
QQSTSFVNMAQLHNRVSASPSRAPAALVSTGLRLALDEQQQQQQQQQESKRLKALCYSSSPMPFVSFSDELAGQMKRQDE
ELDRFIKEQGEQLRRAMADRVRRHNRALLVAAERSAARRLREKALEAEREARRGAELEERLARLRSEAAAWQAKALSEQA
AAVSLHAQLQQAAAAARASGDELRGGEAGPAESSSSAYVDPRRSGSDRACLTCRLRPATVVLLPCRHLSLCGDCFAAGDV
DVAMACPVCHCVRTGGVEAILC*                                                         
>Osat_LOC_Os02g57750                                                            
MDEYHHRMGAAADFRRDLEDLVCDHLGGCFSPTSSSSSCSAAGGGVAAGHQPDEEPESSAARRRRRESRLLSRWVARQAE
EVLSSMEREVERRNREAELLALARLHPVSTLDPSSFLLSSPTAPPPRPQAPSPTAPPSLLQMWRELEHRRSDADQPFDRE
PSPDTADRERVRQIARRLTANTDVPTAAAAAATTGEWLGETERQRVRLVREWVQMASQPRDSRVASRRDDTAAGERERRG
EPPRLRGRQARLDVITRMARERQRELQGISGYHIVSEFPHRSRNRIQGLLRGRFLRNVVLPVEEEERPPSVAARELGQLR
QSHRVSTLRSESAVSSEDVSRFDSSVAESVGVLGSDEPQQGAEVRALTGTENTTQIMLEDVGLQEADAENAAIESPSVAL
DNMVEMHETQVDNRLQDEAGRDARFWQPSLDDSLDRWPNETAEDAERNWEDNAEELHSETMEDDAREHDHLQDEHDEWHD
DESHGTENWQDDFQDSPLDMGPIPRTENRFIPPDDDNVYSMELRELLSRRSVSNLLSNGFGESLERLIRSYVQRRGRGPL
NWNLDAAIPSVNSPNENQEQERNAETRQFQAPVNRPALVIPPPPLPPRQPLWHRELRHNNWSTRHREWDAINDLKADMGR



LQQGMSSIQRMLEACMDMQLELQRSVRQEVSAALNRFAGPEGYPTDLSDDGSKWDQVRKGTCCVCCDAQIDSLLYRCGHM
CTCSKCANELIRSGGKCPLCRAPIAEVVRAYSVM*MDEYHHRMGAAADFRRDLEDLVCDHLGGCFSPTSSSSSCSAAGGG
VAAGHQPDEEPESSAARRRRRESRLLSRWVARQAEEVLSSMEREVERRNREAELLALARLHPVSTLDPSSFLLSSPTAPP
PRPQAPSPTAPPSLLQMWRELEHRRSDADQPFDREPSPDTADRERVRQIARRLTANTDVPTAAAAAATTGEWLGETERQR
VRLVREWVQMASQPRDSRVASRRDDTAAGERERRGEPPRLRGRQARLDVITRMARERQRELQGISGYHIVSEFPHRSRNR
IQGLLRGRFLRNVVLPVEEEERPPSVAARELGQLRQSHRVSTLRSESAVSSEDVSRFDSSVAESVGVLGSDEPQQGAEVR
ALTGTENTTQIMLEDVGLQEADAENAAIESPSVALDNMVEMHETQVDNRLQDEAGRDARFWQPSLDDSLDRWPNETAEDA
ERNWEDNAEELHSETMEDDAREHDHLQDEHDEWHDDESHGTENWQDDFQDSPLDMGPIPRTENRFIPPDDDNVYSMELRE
LLSRRSVSNLLSNGFGESLERLIRSYVQRRGRGPLNWNLDAAIPSVNSPNENQEQERNAETRQFQAPVNRPALVIPPPPL
PPRQPLWHRELRHNNWSTRHRVHHRDPVHYLFIKFLELLHNSCFFICAISIPCFANLFSVHTLLISCNDS*         
>Osat_LOC_Os03g01720                                                            
MEHPVSNTMEPDLRAKDHRACSASATDTSSRIIAQWAARRRQLACDDQVIDRRDRDSELLALARLHAVSMLDASFLRAHD
DAGGGGGRRARSPERALVRRIAREWTASSRTSPRGGGAGGEELLGETERQRVRAVRERVRMASQGQGHGGAHTPRLMRGR
GRHGQDVVTRMAMERQRELQGLSDHRAVSAFAHRARIQSFLRGRSFHSGSPMHDERPLSMAARELGQLRQSHPVSRFREE
VRSRTEVTTNGPATNHTGPMDTIVDLHLHENDHRQENATHNEIQTHQSMENESVDIQRSITTSNDDVVQSDFGQEQLHRY
EDYPDSGSSEEASEQSDSSSPSDNSNQQEEETYEQQTNLLWSRETSSSEDGDHEWNVMNSQEAEAQWRSGPSFSSNRNIN
RFSPPDDDVYGVELRELLSRRSVSNLLRSGFRESLDQLIQSYVRRQEEHDDPLDWDYQRQGTATGLHSDDQGEDRIDEAT
NQTVSDTRDHQPSILPQQRHWQMELPHHHHNWSQQAMRHSELDWDAIHVLRDDLTGLQRGMTSMQQMLEACMEMQMELQR
SIKQEVSAALNRSLAVPAGEEGMLEDGSEWKLARKGTCCICCDRQIDSLLYRCGHMCTCSKCASELLHGVGKCPLCRAPI
VEGLLTWASPSRFRLLDAPGLLAAVEEMELQGSLFCLCGLGVYSFGCNSVQRYSATKTDKNKSSDLIIQPQINDVTEESN
QRPTDSSEINPTVGVFGEHYLFWTQHICQLSSHRDGTIYNNQLYWKNNYDIDVTNREETRDHVDSMLNYVFNRSRDDPIA
VNQGSLIEMTGPKRGIALIPECLFEFDMRIKTGEKEEDDLQLIDGMIELDEMRMPETPYTTRINGDSGSVDLCLANVSNG
VEATVEVVISELMVNGFDLSISCVVSSSRYEYDESKEFQIFGGSIGEACGLRRFVLAVYLDTDAAEVEVLVACSLYP*  
>Osat_LOC_Os03g08000                                                            
MSARDRETAVALARLAAALDGAVLGLGTAALAVASWVKYLAASGQLRRIASAPAAAIPDLRSLLAEYGGGGGDGDQPILA
VVRGHVRAAPRGKYLVPPGSGEHCVVAKHTQLCLFNEWRGIFGWTFDLHALFFKSIKEQIITSFRWVPFVLVDPENMTGM
VHVKLDRAMQPLPLTTVYHKLTPVDSTPYTLFQTIIGNGYPIALLDEEKILPVGKEITAIGYIRPHKASVEISSCSEIPF
FLSDLTKDEMEAELSSRAKTLFWASVVLGTMSVCLLGFATYRSWKKIKERREARQAQEVFRQTTDEVTDDQSSDEEAGEM
GDGQLCVICLRKRRKAAFIPCGHLVCCCKCALIVERQFDPLCPMCRQDIRYMIRIYDN*                     
>Osat_LOC_Os03g15000                                                            
MGNAGSNGGGGSPGHRRRGSAAQGHGHHQVHGHHHQPSSPPPPPPPESSPSHYVFAAATPYPPPQYTNPNLPRYYPQYGN
YYPPPPSLQVPLPAPYDHHHRGGGAGVPAGGEFPPSAHPQHYPGWPGVSGRPHPCGLQPAMPTPYVEHQKAITIRNDVNL
KKETLRIEPDEECPGRFLVAFTFDATLAGSMTVYFFAKEELNCNLTAVKEDLIKPVTVSFKEGLGQKFRQPSGTGINFSV
FEDSELLKQGDMDVYPLAVKAETTMPVDQKLEGEDQKMKTPNSQITQALFEKKESGDYQVRVASQILWVNGTRYELQEIY
GIGNSVEGDADANDPGKECVICLSEPRDTTVLPCRHMCMCSECAKVLRYQTTRCPICRQPVERLLEIKVNNKAEEQQQPS
PDSPIKVNSKAEEHQQQPSQSLPIPHREEV*                                                 
>Osat_LOC_Os03g15730                                                            
MAFFSHHHLQQPHPQAPPPPPPQQQQQPVPPSFRNALPVPVDGQIPAPLPFFNPPPAFQDQPAQPPLVDAMGLTAAAGLG
WRQPREQELLGENSQMSSIDFLQTGSAVSTGLALSLEDRRHGGGSGAGAGNSSGDSPLLLLPMLDDDISREVQRLDADMD
RFIKAQSERLRQSILEKVQAKQFEALASVEDKILRKIRDKEAEVENINKRNSELEDQIKQLAVEVGAWQQRAKYNESMIN
ALKYNLEQVCAHQSKDFKEGCGDSEVDDTASCCNGGAANLQLMPKENRHSKDLTACRVCKSSEACMLLLPCRHLCLCKEC
ESKLSFCPLCQSSKILGMEIYM*                                                         
>Osat_LOC_Os03g46570                                                            
MAVDAHHLHRLPPPIQPAESMFSPRQPCFGAAAGEVVVGGAGGAVMAGLCQEEQLVQGYRQVFVGGGGVRQPAAAEVMRQ
YSQVCAAAADAAESGVTFGGGQEAAAPRKRKRAEVPVVLGAAGDVAVAAQARQQLVDVDRLVLHHAAKMWAELAEQRGRH
ARQMVATVEAAAARRLRAKDEEIERIGRLNWALEERLKGMYVEAQVWRDLAQSNEATANALRGELEHVLDAHARRGADHG
DGDDAESCCYGENDVLARAAGDGEAASAERRCKGCGEAAAVVLLLPCRHLCACAPCAAAAAACPACGCAKNGSVSVNFS*
>Osat_LOC_Os03g49900                                                            
MQRRRAQTWAGVGKTAQAAAAHAALFCFTLLLALKVDGRTAYSWWIIFIPLWLFHGIVARGRFSMPAPSLPHGRHWAPCH
SIVAAPLLIAFELLLCIYLESLRVKSKPTVDLKIVFLPLLAFEVIILADNFRMCRALMPGDEESMSDEAIWETLPHFWVA
ISMVFLIAATTFTLLKLSGDVGALGWWDLFINYGIAECFAFLVCTRWFNPMIHKSPNPGEASSSSAAIRYRDWESGLLLP
SLEDHEQERLCGLPDIGGHVMKIPLVIFQVLLCMRLEGTPPSAQYIPIFALFSPLFILQGAGVLFSLARLLEKVVLLLRN
GPVSPNYLTISSKVRDCFAFLHRGSRLLGWWSIDEGSKEEQARLFYTESTGYNTFCGYPPEVVRKMPKRDLAEEVWRLQA
ALGEQSEITKCTKQEFERLQNEKVLCRICYEGEICMVLLPCRHRTLCKTCSDKCKKCPICRVPIEERMPVYDV*      
>Osat_LOC_Os04g32980                                                            
MAVQAQRLAQAFPYDLHAAASGGALFLDELAGECAPPMAAVEGIGGAVVFGGDNGEYGFVERKRPRVAAGLLEDQRAVLA
HAMAAPLQGILPFGDVAGRAACAGAASTSGRRMDGAGGISQGLLSQLYHHGVEIDALVRLEAERMRAGLEEAQRRHVRAL
VAAAARATTGRVRAAEAELERARCRNAELEEKLRQVSAEGQAWMGVAKSHEAVAAGLRATLDQLLLQSPCAAAAAAASAG
EGDAEDAHSCCFETPAAAADVAVSTATSCKACRVAEASVLLLPCRHLCLCGACEAAADACPVCAATKNASVHVLLS*   
>Osat_LOC_Os04g33030                                                            
MAVQAQYLSHASFPHDLYGLRALEGATAAGSLFLDDHGGCAPATPAAAAAGIGHTVLSDLPRSELTCNDNNGAGYGFVPR
KRARLDADESAGALMAAAAAQQQRMVLPPHGLVFPGDVQSRAVGCGAASTSGRAGNAAGLSQGLLSQLYHQGVEIDALVR



LESERMRAGLEEARRRHVRAVVSTVERAAAGRLRAAEAELERARCRNMELEERLRQMTAEGQAWLSVAKSHEAVAAGLRA
TLDQLLQSPCAALAVAGAAGAGGAEGDAEDAQSCCYETPCGGDNAGADDAASKTPAAALCKACGAGEASMLLLPCRHLCL
CRGCEAAVDACPVCAATKNASLHVLLS*                                                    
>Osat_LOC_Os05g02130                                                            
MGHGVSCARTGDEHDFFRAAQLGDLDALAALLAADPSLARRATLYDRLSVLHIAAANGRIEVLSMFLDRGAPPDAVNRHK
QTPLMLAAMHGKIDCVLKLLQADANILMFDSVHARTCLHHAAYYGHVDCLQAILAAAQTTPVADSWGFARFVNVRDDHGA
TPLHLAARQGRPGCVQVLLENGAIVSALTGSYGFPGSTSLHLAARSGNLDCIRKLLAWGADRLQRDSAGRIPYSVALKRN
HGACAALLNPTSAEPMVWPSPLKFISELEPEAKALLEAALMEANREREKKILNGTKYSLPSPSPGDDSADDDACSEVSDT
ELCCICFDQACTIEVQDCGHQMCAPCTLALCCHNKPNPTTLTPPSPACPFCRGSISRLVVAQTRSACDPDKPSSLQLTRK
RSRRSHNLSEGSSSFKGLPSAMGSFSKLGRGSSRMADSDSSNLDKPEHDL*                             
>Osat_LOC_Os05g04950                                                            
MSTLAAHPPLGPAAAAQEKAASRNKRKYRAEPPSAELGSFGLEYPLTADCVGFEFMSPEKAAIAAAAAAAAVAAEGVNLD
LIPGSCDCKDIHPTAEELLECQRYVNWNDPNEALLEEILLKGLDATFDNAVGVIIAMGYSEPTARAAVLRAATQYNWRES
LAGFGEAAVEVLKTEGDMLSEGASEEDMRKIEQAVLGGMIALVNQAQPFYTTGDVMFCLLMSDMNVANACAMDYNPASLP
AVDTQVIAQPVVGNYEPNNPSSDLSVSITNPQTGVTFRGKLTPVPPNSYNTAKADSSATPANLNVPSSKPSVSGKAQSEI
PNLKPKENSNPVPDHSEEQPFVAAATQPVKDDKPIPSKRGSSKRDSLHRQKLMSFDKSSRALGSKGSLRSSKHSSLGSAV
LDRKCRSFSDSTTSSLKASSKVGKGFSASMKGPEVPPDLSFTGAALPSNPSFDAKLSSNLNPLPAASTDLSLSLPLPSSN
DSPAPSSNHDANTEGMDSSSKINLSYDEDQKVWIPQDKKDEMVLILVQRQKELQAHMRDWTDWAQQKVMQVTRRLAKEKE
ELHSLRKEKEEADRLQEERHNLEESTRKKLLEMESAISRANTQLEKAESSARRREAENEQLRIQMEAAKRHALVSATNIL
ELSKKDENSHKRSQHWESERALLQEDLAAQRNKLSQVHQQLHHAKEQKDQIQARWRQEEAGKIEAIARVSLEKKERDQIE
TSLRSEENFLHLKAENDTQRYKSQIRALEQQISQLKVSLDSLRVGAPPKWGADNRTNALRLSEGRKNGSAQILANIAAVP
QDFDFDDIQRDRECVMCLSEEMSVVFLPCAHQVVCAKCNDLHDKQGMKECPSCRTPIQRRVCARLAGC*           
>Osat_LOC_Os05g33000                                                            
MGGSSSTSRRRRDEYYAARPPPPPHHYYTYPPPPPPPPHHHHHPPPPPPPPHHHHQHPYRPPPPPHHATSSSSYYYHHPP
PPHAYHGPWHPAPRPPHPEQPALTGPPPEFVDHQQARKVKNDVNLHKDTIRLVPDVTDPDRRLVAFTFDAVTDGSITIYY
FGKEGKNCTFSSVYPELQTPTKIPFQKGLAQKFVQTSGSGVDLGFFSLDELSNPSGEVFPLVVYAEACPPPEESHQPNST
RAQITLAVIEKHHNDLRVKVVKQMLWSDGEKYELQEIYGIVNSTEADVPDADDSDMGKECVICLTEPRDTAVFPCRHLCM
CSECAKTLRFQTDKCPICRQPVEKLMEIKVRSPEP*                                            
>Osat_LOC_Os06g03800                                                            
MGNSLGCVGLGERLAAAAKDGDAAEAQRLLAANPGLARCTTFGNLNSPLHVAAAKGHHEIAALLLENGADVNARNIYGQT
PLMQACRFGHWEVVQTLLVFRCNVWRVENLSGRTALHMAAAGGHVKCVRLLVADAAGDRDGYVNKAANGGVTALHLAALH
GHVECVHLLIDERASLAAQTLPCAAPPMASIGAGSTPLHYAACGGEVKCCQILVSRGADRTAINCNGWLPIDAARIWGCN
WLEHVLSPKSHLPIPKFPPSGYLSQPLPSLIAIAREQGLNLSSEVSDGFDEGADACAVCLERPCTVAAEGCDHELCVKCA
MDLCSVIKSYDSAGIAGEIPCPLCRTGIASFRTTAAPPPPSLAGSPARRSRRNNSGGGGGEHEASNSGGSEKGYGSIDPD
AGAVVPLYYAPPFAPSAILT*MGNSLGCVGLGERLAAAAKDGDAAEAQRLLAANPGLARCTTFGNLNSPLHVAAAKGHHE
IAALLLENGADVNARNIYGQTPLMQACRFGHWEVVQTLLVFRCNVWRVENLSGRTALHMAAAGGHVKCVRLLVADAAGDR
DGYVNKAANGGVTALHLAALHGHVECVHLLIDERASLAAQTLPCAAPPMASIGAGSTPLHYAACGGEVKCCQILVSRGAD
RTAINCNGQVAPNRRSQNLGLQLA*                                                       
>Osat_LOC_Os06g14200                                                            
MVCKNGSYLCNVISTTTGHPVFYLASPCGRLVLMKLLLVDLSFSSQLASYFVIICVIVAVFYCFLKQLAEFSDTDHQTVR
DQDARNNETEPILPRKRVVFSYGATEEQPESSMCSSEDMCSENVCKICYDAPRSCFFIPCGHGFACFTCARRIAEDKNQA
CPICRRLIHRVRRLVEPLGSSCGKDFQ*                                                    
>Osat_LOC_Os06g40650                                                            
MGAKDSKPSYSYSSSYDHGNSSSGYNSRYPAYPANASSSQNTRYAPSMENYVQPETHARLQRKYSRIGDDYRSLNQVTEA
LAQAGLESSNLIVGIDFTKSNEWTGKLSFNRRCLHDIGNTPNPYEQAISIIGRTLSAFDEDNLIPCFGFGDASTHDQEVF
SFYPENRPCNGFEEALERYREIVPTLRLAGPTSFAPMIETAIGIVDSTGGQYHVLLIIADGQVTRSVDTQSGQLSPQERD
TIDAIVKASQFPLSIVLVGVGDGPWDMMHQFDDNIPARSFDNFQFVNFTDIMSKSIAADRKEAEFALSALMEIPTQYKAT
LDLQLLGRRQRIQPRIPLPPPMRNAYSRSTSFDQHSGVYSRSSSFGPQTSGFQQSESFKQRQPVATTAPDTYTSESSLEG
RLLCAICMDKSKDLAFGCGHQTCYECGKNLVRCPMCQQHITTRIRLY*MGAKDSKPSYSYSSSYDHGNSSSGYNSRYPAY
PANASSSQNTRYAPSMENYVQPETHARLQRKYSRIGDDYRSLNQVTEALAQAGLESSNLIVGIDFTKSNEWTGKLSFNRR
CLHDIGNTPNPYEQAISIIGRTLSAFDEDNLIPCFGFGDASTHDQEVFSFYPENRPCNGFEEALERYREIVPTLRLAGPT
SFAPMIETAIGIVDSTGGQYHVLLIIADGQVTRSVDTQSGQLSPQERDTIDAIVKASQFPLSIVLVGVGDGPWDMMHQFD
DNIPARSFDNFQFVNFTDIMSKSIAADRKEAEFALSALMEIPTQYKATLDLQLLGIQPRIPLPPPMRNAYSRSTSFDQHS
GVYSRSSSFGPQTSGFQQSESFKQRQPVATTAPDTYTSESSLEGRLLCAICMDKSKDLAFGCGHQTCYECGKNLVRCPMC
QQHITTRIRLY*MGAKDSKPSYSYSSSYDHGNSSSGYNSRYPAYPANASSSQNTRYAPSMENYVQPETHARLQRKYSRIG
DDYRSLNQVTEALAQAGLESSNLIVGIDFTKSNEWTGKLSFNRRCLHDIGNTPNPYEQAISIIGRTLSAFDEDNLIPCFG
FGDASTHDQEVFSFYPENRPCNGFEEALERYREIVPTLRLAGPTSFAPMIETAIGIVDSTGGQYHVLLIIADGQVTRSVD
TQSGQLSPQERDTIDAIVKASQFPLSIVLVGVGDGPWDMMHQFDDNIPARSFDNFQFVNFTDIMSKSIAADRKEAEFALS
ALMEIPTQYKATLDLQLLGRRQRIQPRIPLPPPMRNAYSRSTSFDQHSGVYSRSSSFGPQTSGFQQSESFKQRQPVATTA
PDTYTSESSLEGRLVSIFVYIHTMLNR*                                                    
>Osat_LOC_Os07g26490                                                            
MGLQQSKEELVYQQVNYGNADGIRALRAQGAGLEWIDKEGKTPLMVASMRPDLINVVQVLIELGANVNAYRPGSYCGTAL



HHAAKKGLEQTVHLLLSHGANPFITNDDCHTALDLAREKGHVNVVRAIEGRISLFCGWMRENYGPGFLEAFAPQFLTRKI
WAVILPREARNQTRPLKLELTIYPELQASKPQAVIKLWKCQLEEPKFNQANPSVTIFDKGTRTRYKLLPVCEGDKQQLQW
FYSACCGIPQVASMVPAQPANAPLPNPSSASSLPSVISTPSKEDAELAMAINASILSAIAEGVPDVQPITTTTATNDWGN
PPSNSLNGWGPPDTSAPSKTSGQVPVVTSSSSTYNGWDVPGTSSGQSSSKHNKSQNSTFVVPQEALPSLPVPTAPPLAVG
TFYDGPIQYPSIDSTPVDVTMPSADGGTAVSSAKPAENEGDAKPAESDANASNSGNTPPGTCVICLDAPVEGACIPCGHM
AGCMSCLKDIESKKWGCPICRAKINQIIRLYAV*MGFGRSGRRAQWIDKEGKTPLMVASMRPDLINVVQVLIELGANVNA
YRPGSYCGTALHHAAKKGLEQTVHLLLSHGANPFITNDDCHTALDLAREKGHVNVVRAIEGRISLFCGWMRENYGPGFLE
AFAPQFLTRKIWAVILPREARNQTRPLKLELTIYPELQASKPQAVIKLWKCQLEEPKFNQANPSVTIFDKGTRTRYKLLP
VCEGDKQQLQWFYSACCGIPQVASMVPAQPANAPLPNPSSASSLPSVISTPSKEDAELAMAINASILSAIAEGVPDVQPI
TTTTATNDWGNPPSNSLNGWGPPDTSAPSKTSGQVPVVTSSSSTYNGWDVPGTSSGQSSSKHNKSQNSTFVVPQEALPSL
PVPTAPPLAVGTFYDGPIQYPSIDSTPVDVTMPSADGGTAVSSAKPAENEGDAKPAESDANASNSGNTPPGTCVICLDAP
VEGACIPCGHMAGCMSCLKDIESKKWGCPICRAKINQIIRLYAV*                                   
>Osat_LOC_Os07g31650                                                            
MATSSVAAMPHDSTPWRDPSRASSRQPARGFFNILVPPPQSPRPRCPDHQHHHHHHHHHDAAGGAAAAAAAAAAEPTPRR
RKQILDRWAAAAAAASATASAEAPAPQEQRRRARDAELSALASATRPVTARAAVFREPSPAPSDASSGAGAGCGGGAGCG
AELPPAAPRASSLIQRWREIEAVGPATPRPCDLASDSDGGSPRGRVGCIVKKLSGTSSIPDDELDAANKEVAMSQSAPPS
PAPMRAGVEPPTNIAGINGSRPTQLVVRTVRGRRAMEELVAMMAHCRRCELAAVADRHVVSRFSHKGRIQSMLRLRLLRQ
GFKVKDEVWTLPKPVRPRLPKHEHEAYTTSKCIAGNQHKGGQVLAEKSTGSVERLVSSDGLGNEQNDGQNSNSENQCQEG
CKNMVKLCTQNQEYSEPSSFVRYDEHSTVDDVSPSTISTLHELCTPSSRGDNLREEDNQSLNGSWEERALWISSLGWPAP
VEAMSPDSWNQDEIGDIENHTQNEFNDRPWIDSPNSWRSLCVATQADSGALSGNADICNLLESKNVSKSLESDFSNKMNN
MLLTILRKQRQQHMIDDFEGYYDERLYWRQNDEQQNADQRVSAQCSLAPVSHLHQQEGWQHSSFEHQHHENQNFLEMEVR
VRSEMAQVHHEIYELRKLVESCIASQVKIQHSIKEEMCSALREAGLMPSQPDTPAKRGSCCICHQTQVDSLLYRCGHMCT
CFNCADQLKSSNRSCPICQSPIEDVVRAHMNF*                                               
>Osat_LOC_Os07g43380                                                            
MFVFENNREAINRMPRSLLSAFDNRSWIPVTNILFQLCKGFGFASSKNVEPSSSAIFQVLLRETCIHEEELFLSFLNRLF
NTLSWTMTESSMSIREMQEKRQVADLQQRKCSVIFDISCSLARILEFFTREIPHAFLMGPDMNLRRLAELVVFILNHIIL
AADAEFFDMTLRRPGQHQEKTNCTMILAPLVGIILNLMESSSTSGHRELNDVITVFTSMDCPATIHFGLQYLLSYNWSNV
LRGDASLAKLAQLEEFSHYFMHITMSADGNEEQGFSTASNEEDNCCICYNSDSDTTFEPCHHRSCYGCITRHLLNSQRCF
FCNAVVTSVTRIADSRIESRSPLAP*                                                      
>Osat_LOC_Os07g43840                                                            
MPPLDGNGGAGAAGDHSHDVVIDVGGATTSSCVVCMEPLEWAAIGPCGHGDVCAGCALHIRVFQNNRRCCICRAPCRVVV
VTSHGAIVAAAAAGGGWPAVSSRLPMSRTRRGGYSRREGRVGEYWYHTGMGAFFDDERQYAAAKAAARLGPPPCGDANEN
PPPPPPPPPPTTTTRTRTGVSNSDGQGSLLTQREKMEALVFILVVVVILVVMAFV*                        
>Osat_LOC_Os07g43850                                                            
MPKFDANDDDDDHVHVENAAATAAACSSSPARPTTAQPHLTNDDDHHSHVIDIDAAAAAAAAGGRRSCAVCMETLEWAAI
GPCGHGEVCAGCALHIRVFQNNRLCCICRSPCRVVVVTNPDAIAAAGGGGWPAVSSRLPRSRTGGGYSQVEGRVGEYWYH
AGMEAFFDDERQYEAAKAAAQLGPPPPPPPQPSGDANENPPPPPPPLRTGVGNSDGRRARRDPPDQQCDGTAIGLFGLFI
IGVFFVAGMSFLS*                                                                  
>Osat_LOC_Os07g45350                                                            
MLIPWGGVGCCLSAAALYLLGRSSGRDAEVLRSVARAGSTKDLAAILDTASKVLPLVVAVSGRVGSDTPLICQQSGMRGV
IVEETAEQHFLKHNDAGSWIQDSAVMLSVSKEVPWYLDDGTGRVFVVGARGAAGLVLTVASEVFEESGRTLVRGTLDYLQ
GLKMLGVKRTERVLPTGTSLTVVGEAIKDDVGTIRIQRPHKGPFYVSPKSIDQLIMNLGKWAKLYQLASMGFAAFGVFLL
AKRALQHFLERKRRHELQKRVHAAAAQRQAREAEGGNGTSDVDSNNKKDQLVLDICVICLEQEYNAVFVPCGHMCCCMNC
SSHLTNCPLCRRRIDQAVRTFRH*MLIPWGGVGCCLSAAALYLLGRSSGRDAEVLRSVARAGSTKDLAAILDTASKVLPL
VVAVSGRVGSDTPLICQQSGMRGVIVEETAEQHFLKHNDAGSWIQDSAVMLSVSKEVPWYLDDGTGRVFVVGARGAAGLV
LTVASEVFEESGRTLVRGTLDYLQGLKMLGVKRTERVLPTGTSLTVVGEAIKDDVGTIRIQRPHKGPFYVSPKSIDQLIM
NLGKWAKLYQLASMGFAAFGVFLLAKRALQHFLERKRRHELQKRCVLTNHLFGFRRTCYSHLHSSVVCSLC*        
>Osat_LOC_Os07g46700                                                            
MGRSFRDSLKVLEADIQHANSLAAEFRREYDGACLQMRMSYCPAAHFFLFLVQWTDCNLAGALGLLRILIYKVYADGTTT
MSAHERKASIREFYAVIFPSLMQLHEGINEVEDKKQKAICIERYRRRDEDQKMVISEIDDNIEEECGICMEINGKVVLPT
CSHAMCIKCYRDWRSRSQSCPFCRDSLKRVNSADLWIYTDNRDIVDIATVRKENLRRLFMYIDKLPTKLWSPWCSCCPAC
RSCKQLSSPRRLAIQSLIAPVRCCCSL*MGRSFRDSLKVLEADIQHANSLAAEFRREYDGACLQMRMSYCPAAHFFLFLV
QWTDCNLAGALGLLRILIYKVYADGTTTMSAHERKASIREFYAVIFPSLMQLHEGINEVEDKKQKAICIERYRRRDEDQK
MVISEIDDNIEEECGICMEINGKVVLPTCSHAMCIKCYRDWRSRSQSCPFCRDSLKRVNSADLWIYTDNRDIVDIATVRK
ENLRRLFMYIDKLPTCCRNCGALGVHAAPLVEAVSS*MGRSFRDSLKVLEADIQHANSLAAEFRREYDGACLQMRMSYCP
AAHFFLFLVQWTDCNLAGALGLLRILIYKVYADGTTTMSAHERKASIREFYAVIFPSLMQLHEGINEVEDKKQKAICIER
YRRRDEDQKMVISEIDDNIEEECGICMEINGKVVLPTCSHAMCIKCYRDWRSRSQSCPFCRDSLKRVNSADLWIYTDNRD
IVDIATVRKENLRRLFMYIDKLPTVIPETVFDVYDSHVK*MGRSFRDSLKVLEADIQHANSLAAEFRREYDGACLQMRMS
YCPAAHFFLFLVQWTDCNLAGALGLLRILIYKVYADGTTTMSAHERKASIREFYAVIFPSLMQLHEGINEVEDKKQKAIC
IERYRRRDEDQKMVISEIDDNIEEECGICMEINGKVVLPTCSHAMCIKCYRDWYTSSLFSLWRLYCIRGFSSENIFYVSL
AV*                                                                             
>Osat_LOC_Os08g04130                                                            



MGGVIGALFRGGGHRREMHRAPMNQPGYGGGGENHRRAMLTKKYSYIPDNYQSLDQVTAALRDQGLESSNLILGIDFTKS
NEWTGKRSFSGQSLHKIGSTPNPYEQAISIIGKTLAPFDDDNLIPCFGFGDATTHDYNVFSFHPDNSPCHGFEEVLSCYK
KIVPHLRLSGPTSFAPIVEAAVDIVDRSGGQYHVLVIVADGQVTRSVDTSDNDLSPQERRTVDSVVMASSYPLSIVLVGV
GDGPWEDMQKFDDKIPARQFDNFQFVNFTSIMSRSTTQQQKESAFALAALMEVPIQYKATMELGILGRSTGKAKRIMPAP
PPLPSAAGRQPSLRREDSAAATAAAAPPSPREDQVCPICLTNAKDLAFGCGHMCCRECGESLTKCPICRQTIRSKLRLYS
G*MGGVIGALFRGGGHRREMHRAPMNQPGYGGGGENHRRAMLTKKYSYIPDNYQSLDQVTAALRDQGLESSNLILGIDFT
KSNEWTGKRSFSGQSLHKIGSTPNPYEQAISIIGKTLAPFDDDNLIPCFGFGDATTHDYNVFSFHPDNSPCHGFEEVLSC
YKKIVPHLRLSGPTSFAPIVEAAVDIVDRSGGQYHVLVIVADGQVTRSVDTSDNDLSPQERRTVDSVVMASSYPLSIVLV
GVGDGPWEDMQKFDDKIPARQFDNFQFVNFTSIMSRSTTQQQKESAFALAALMEVPIQYKATMELGILGRSTGKAKRIMP
APPPLPSAAGRQPSLRREDSAAATAAAAPPSPREDQVCPICLTNAKDLAFGCGHMVN*MGGVIGALFRGGGHRREMHRAP
MNQPGYGGGGENHRRAMLTKKYSYIPDNYQSLDQVTAALRDQGLESSNLILGIDFTKSNEWTGKRSFSGQSLHKIGSTPN
PYEQAISIIGKTLAPFDDDNLIPCFGFGDATTHDYNVFSFHPDNSPCHGFEEVLSCYKKIVPHLRLSGPTSFAPIVEAAV
DIVDRSGGQYHVLVIVADGQVTRSVDTSDNDLSPQERRTVDSVVMASSYPLSIVLVGVGDGPWEDMQKFDDKIPARQFDN
FQFVNFTSIMSRSTTQQQKESAFALAALMEVPIQYKATMELGILGRSTGKAKRIMPAPPPLPSAAGRQPSLRREDSAAAT
AAAAPPSPREDQVEQIAIVSSRVLFFLVI*                                                  
>Osat_LOC_Os08g38600                                                            
MGAFCSKQNPSGQQPHCCNHSSSSNAAPKGNNRFAKFGDDYHTLEQVTDALAHAGLESSNLIVGIDFTKSNEWTGRVSFN
NQSLHSLGHISNPYEQAISIIGQTLSRFDEDNLIPCYGFGDATTHDQKVFSFYPDNKPCDGFEQALDRYREIVPQLRLAG
PTSFAPMIETAIGIVDSSGGQYHVLLIIADGQVTRSVDTGNGQLSPQERETIDAIVKASDYPLSIVLVGVGDGPWDMMRQ
FDDNIPSRAFDNFQFVNFTEIMSRPVPASKKEAEFALSALMEIPEQFKAAINLQLLGKRRGFPHRTVLPPPVRDFQQYYG
CSTVKETQSTSYGSLQKKTSAPKQDSDIGDQTCPICWLEAKNLAFGCGHQTCSDCGKDLKVCPICQREISTRIRLY*   
>Osat_LOC_Os08g41520                                                            
MEGRVLRRSVTLADQLAAVGPAGTAAATAAAGSCNLRDLLKLRDEDDLAAGRRAAVTLASAMAAERLTVAPASSAAAAAA
AARTLLDIIRDDQLPSSSGGGGEGGDPLVRRAVSLPAPVTATPPPPPPPPETPPRQLPSVSPPTVGEEEEEEQGERVSLM
ALLEQTERQWSAGSGATVQQHLASPSAAASASVSAAAEDEAEAEAGKGAAGGGCCCVCMARAKGAAFIPCGHTFCRTCAR
ELLAGRGRCPLCNAAILDVLDIF*                                                        
>Osat_LOC_Os09g20550                                                            
MAGQPRDRASRAGRKNRAVRAGPASASASAAAVAAAAAAPTASDPDPSGEDAAPWGRASADELEDRLLRRLEDAYAAALA
RLADLGYCEEAALHAVLRAGHCYGKLGEPVANIVANARVFLSDPDHAGGAGGFADLRRLEEYSLAGLVCLLQSSRPTLSR
AEAMWCLLSCDLRLDQAISMGANLNEKPTPAIASAESDELPPPAAAAPGQRGYCHYHTTTASATPDTALFDPDNFMRLAM
RQGPGSVSGVISCIKTTWSRSNGIASDAQTNQPVTMKLSTEEIIDSIVKELKLLDIDKKDAPDVKPDPKNEMVRDLIRQT
REMEAQLKERKEWAQQKAIQAARKLGTDLTELRVLRMQHDENQRRKKDKQEMEDETMKRLTQLENELKKKSGQLDRSNAT
VQKLEMENAEIRAEMEAAKLSASESERQCQKLVKKEKKDSKRLEMWDRQKAKLQEDIAECKTKITQVDRELAEINKAIRN
MEMKIREDTKAKEENLALAEQEHAKRESAKANAERRLEEIRQKTEVESRCFKDDIKRLEDELARLQKSMGVNHPTVPSTH
PPGVADRNSTRAPKQPTNQRPSPASNKQSQAPTQKTSRRRDCVICKREEACVILLQCAHQVLCVGCNKRHEEKGVARCPC
CNAKVEERIRVFGASSN*                                                              
>Osat_LOC_Os09g32730                                                            
MEARAMPPPTRTRRGVTLAEQMAASSNLRDLLKLRDNDDDDDDGGGQGGRRQPRPLPDAVVVAAGRRRTLLDVIRGVDDD
DGHDHPPTGVLEGHRPATSTRTAAAGGARGGRVSLMALLEQAERQWTTAAAGDASRRRVADDHAAAAEAGTNKGFAGAAA
GVGGRCCVCMARGKAAAFIPCGHTFCRACARELRVGRGRCPLCNAAIHDVLNLF*                         
>Osat_LOC_Os09g39690                                                            
MADLPPPPRLMTRRQSDSDWDWDGSSREGSPDPASASAVRRAARRWPDDPGPAQISLHMYMASRDRDRDDDPPPDHARLR
IRGRQARLELVMRMAADRHAELHRLSHHRAVSDFPHRNRIHALLRGRFLRNGDDDRRPPSTAATELGQLRQRHSVSGLRE
EFRFRLENVVRGHAVSQSDDSSAQNVELSINGHTESSPSSSEYNLERHQRTRLNIGLQQIEGTATVSESGSNTPSIAEGL
YEPHSQAESWQDDLEQERRDWEQFSHAITGEESEINWHENTYNGSSHEGTEVEGGQDAHIPESHDELASDNLPPQSHGEQ
QDNSHLPEENEELHDSDLQQSRGEWNEGSNPFIPTEVHNEWHSDDHFQGVNEEWHDDDESNDTADNWHDDNSDQPIDHDS
ALIRRANTFVPADDDNVYSTELRELLSRRSVSNLLHSAFRENLDRLIRSYVERQGRAPLSWDLEGAPPAPDSPEQSQEQH
RDEEEQELHDNVVRPPLVIPPPPIPPRQPLWHSELHRNNWIRQNIHRSDIEWEAINDLRADMARLQQGMSHMQRMLEACM
DMQLELQRSVRQEVSAALNRFIGEQGESKETIDDGSKWIHVRKGTCCICCDTPIDSLLYRCGHMCTCSKCANELVRSGGK
CPLCRAPIIEVIRAYFIM*                                                             
>Osat_LOC_Os10g13670                                                            
MGNMGSSGGHRRRNNGHGRHHHHGQPTAPPPPPQQQQQEVAPNRYVFAAASPYPPQYPNPNLPQYYPQYGNFYPPPPPSM
PGPLPAPYDHHHRGGGPAQPPPPPPPPQPIHAAGEFPPAMLQQHPHYHGWGGNFSYGPPTQPPAPAPPYVEHQKAVTIRN
DVNLKKETLRVEPDDECPGRFLITFTFDATVAGSMTVYFFAKEELNCNLTATKEDLLKPVTVTFKEGLGQKFRQPSGTGI
DFSLFEDAELFKEGEMDVYPLAVKAETTFSIGQFSEGEEQKSQTPNSQITQAVFERKENGDYHVRVVKQILWVNGTRYEL
QEIYGIGNSVEGDTEGNDPGKECVICLSEPRDTTVLPCRHMCMCSECAKVLRYQTNRCPICRQPVERLLEIKVNNKGEEQ
QQQQIPQPPPPPSTAPPHQQQESQA*                                                      
>Osat_LOC_Os10g35670                                                            
MRKAYKDSFKVLEADIQHANTLASEFPREYDGACLQMRLSYSPAAHIFLFLVQWTDCSLAGALGLLRILVYKVYVDGTTT
MSTHERKASIKEFYAVIFPSLLQLQRGITDTEDKKQKAVCMERYRRRDEDERNILSEIDAEREEECGICMEMNSKVVLPN
CTHNMCLRCYQDWNSRSQSCPFCRDNLKKTDPGDLWIYVEDQDVVDLETVSRENLRRLFMYINKLPLIVPDVIFSIYDSH
IK*                                                                             



>Osat_LOC_Os10g36880                                                            
MSSRPSSSASSRRSSSPFSAGSRRPPTSSSSSAGSYLTGRLMPRSYSTASSVSSSSHFFGGGGGSGGGSRSTTPGRRGSS
SSSLVGPVPSPPSPVPFPSAEELVIEDTSRSGDSISVTIRFRPLSEREIQRGDEISWYADGERLVRCEYNPATAYGYDRV
FGPKTTTEAVYDVAARPVVKGAMEGINGTVFAYGVTSSGKTHTMHGDQNCPGIIPLAIKDVFSLIQDTPGREFLLRVSYL
EIYNEVINDLLDPTGQNLRVREDAQGTYVEGIKEEVVLSPGHALSFIAAGEEHRHVGSNNFNLFSSRSHTIFTLMIESSA
HGDEYDGVMYSQLNLIDLAGSESSKTETTGLRRREGSYINKSLLTLGTVIGKLSEGRATHIPYRDSKLTRLLQSSLSGHG
HVSLICTITPASSNMEETHNTLKFASRAKRVEIYAARNRMIDEKSLIKKYQREISSLKQELDQLRRGLIGGASQEEIMIL
RQQLEEGQVKMQSRLEEEEEAKAALMSRIQRLTKLILVSTKNNIPALTDTSSHQRHNSVNEEDKVSTSQDSSMLVQNDSA
TKDSLSSASPDAVDEINQLRCASGDHSSIAGSGPDEMQGGITASDQMDLLIEQVKMLAGEIAFGTSSLKRLIEQSIEDPE
GTKNQIDNLEREIREKRRHMRALEQKLMESGEASVANASMMDMQQTITKLTAQCSEKAFELELRSADNRVLQEQLQQKNV
EINELQEKVLRLEQQLTTNTEASPEQCTEHELHDLKSKLQLKEAESEKLKYEHMKITEENRELVNQNSTLCEEVAYAKEL
ASSAAVELKNLAEEVTKLSVQNAKQAKELLIAQELAHSRVPGRKGRSAGRGRDEVGTWSLDLEDMKMELQARKQREAALE
AALAEKEHLEEEYKKKFDEAKKKELSLENDLAGMWVLVAKLKRGALGISDLNVDDRSINLADITNGTKENKADKNVAVVE
KQLSDNTVKSLTAEEYRNPEFEPLLVRLKAKIQEMKEKETDSLGDKDGNSHVCKVCFESATAAVLLPCRHFCLCKPCSLA
CSECPLCRTRIADRIITFT*                                                            
>Osat_LOC_Os10g41580                                                            
MAVQAHYHHHHHHQQQHQPPPLFLARGVVVSPETTRPAGMEYHYQQHQQPPLFLDFSHGDGDGGNSRKRPREADAAAAMV
AAPPPQMLSLQPQAQAQGHKVVSLAQLHNKRPPASTGLRLDFDDGGSEHVSTTTTSSASSLLSDELATQFDRCKNEMARM
FQDHTERLRRALGEVRRRHYRSLLGAAEAAAARRMREKEAEASNAARRGAELEERVARLRAEAAAWQAKALADQSTAAAL
HAQLQQAAAAAAQARGSKSPEDDDNINPNAAAADDAESGFVDPDRVEEVTPPPPPSRPCRTCRARPSSVVLLPCRHLCVC
EACEPAVSTAIAAACPTCRGAVTGTVQVFIS*                                                
>Osat_LOC_Os11g34020                                                            
MAGGGEFVVAAEEYYGALVAKAAMAKNGYNCGGAAVVSGGAQSGLTCNNGGGGGVVVSRKRGREVEQQYYVPPSSAVLLP
IPGMVVAPAADVAASRFVESGMACTSGRAAAAAFGDALASEVFIQSGEIDAVVRAECERLRAGVEQARKRQCQALVRAAA
AAASRRLQETESQLAAARRRAADLEERLRQAAAESQAWCGLARSNEAVAAGLRATLDHLLLRAAAAPPCAPVEGCGESDG
PNTADDDAQSCCFETTATKTNTRRGGGVGVGGGRWGCKACGEREAAVLLLPCRHLCLCRACEARAEACPVCLAVKKVSVV
ARSPADV*                                                                        
>Osat_LOC_Os11g34080                                                            
MAVQAQYGGGMAAGMCLPDHEVEAQMRELGAMFSAAGGGCYNGGGGGGGYDCAAVVSGAAQSELTCNNGGVCGGAVGMGV
GAGRKREREVVEQYAAVASSAALLPIPGMMKVAAPVSRLVESGMTSTSGRSAAAVGDALVSELCAQSAEIDAVVRMECER
MRAGLEQARKRQCQAVVRAASAAAARRLREKEAELDAARRRAAELEERLRQVAAESQAWCGLARSNEAVAAGLRATLDHL
LLRAAAAAPAQPAEGFGDSDPLATAAADDAQSSCFDTNAHAADDAATSPAASKWSCKSCGEGDATVLLLPCRHLCLCKAC
EPKLDACPVCLAAKNASVHIAIN*                                                        
>Osat_LOC_Os12g19030                                                            
MSGFLAVVGKVGTFLLWLLFLVLQTATKIVGSLLAAGPPPADAQEAAAAAAARRRSPPASPHSGGGATDPYQPPQLWDPP
PPSSPYSAGHAADEYSSSSSYRRRGASAPPAEDVVVSSSYSRPAAAVASAPQACTVSSAPPLRAVETRSPAPSRAAAAVG
GKRPKLERKYSKIVDQYRSLDEVIEALAQAGLESSNLIIGIDFTKSNEWTGKRSFNGMSLHHIGDSPNPYEQAITIIGQT
LSAFDEDNLIPCYGFGDASTHDQDVFAFYPDERPCNGFQEALARYREIVPHLRLSGPTSFSPIIEMATTIVEQSGGQYHV
LVIIADGQVTRSVDTEFGQLSTQEQMTVDAIVQASEFPLSIILVGVGDGPWDMMKEFDDNIPARSFDNFQFVNFTSIMSK
KISQSKKETEFALSALMEIPLQYKATLELGILGRRFAKSPERVPLPPPFASYNTISRAAPSRANSFRSMPSHPRDEAPVD
SAITASVTSPPSVDARAAEPQLCPVCLSKPRDMAFGCGHQTCAECGPQVEHCPICRRPIDTRVKLY*             
>Smol_XP_002993531                                                              
MPVSGAPNTGVSTGLRLAFPDDRLSSTAPSGCGKLELNSTTGLSMLVEEIAIELQRQRDEIEQLMRAQVKQMRRAIEEKQ
QQQSRALLNSVERFVARRLREKDIEMEKINRRNMELEERVKQLTVEARLWQNKAKNGEMMVASLRSNLQQAVALSREQSR
EGVGDTDADDAESSHPDDAADDHARTYKENKELREKRTCRVCRSNDVCILLLPCRHLCLCKECEARLDTCPLCRHSKNAS
VQVYMS                                                                          
>Smol_XP_002992716                                                              
MRGGIASSWVEVGVGGFSSIMPPTLRSMPPPPQRVMSGARVLRSLRKLAAYCSLMAFSCLLVVKLGSPTSSAPPHRHDLF
FHLSWWWVFLPLWVFHGIVSRGRFSVPAPSPPHDRHWAPCHAVVAIPLLVAFELLLCSYLHSREVYAEPLLSLKLVFVPL
LGLELLILIDNFRMCRALMPADEESLTDDIIWETLPHFWISVSMVFFVAATVLTLLKLTGDFESLGWWDLFINYAIAECF
SFLVCTKWTNTSIRGSLSSSSSSSSKPLERDESLCSASSTSIVLEDEGIEAGFCGKEDIGGHLLKAPVLISQILLCMKLE
GTPAGAVNIPVGVVLMPLMVVQGLAILLTVLRVVERLLVLMHVGDESQSSLNIFSQVQEFFGFVHHGSRLLGWWSIDEKS
KEEQVRLLSASSSGYYTFTGPPPDVVKKMARKDLAEEIWRLQAALGEQTRIAKHQQHEFDRLQSEKVLCRVCFERDIAVV
LLPCKHRVLCSLCSERCKHCPICRSYIGDRLSVYDV                                            
>Smol_XP_002990835                                                              
MDKGRPSGDIKLSKSSLLLESQAIFSSARANACVWRGKWMYEVTLGTAGIQQLGWATISCPFTDSEGVGDASDSYAYDGR
RVKKWSGKSQTYGEPWVVGDVIGCCIDLEQGQIFFYRNGTSLGMAYDCVRRMEVKQGYYPAISLSHGERCELNFGGRPFR
YPIAGFLPLQAPPLDTSGTNKHGSVIVKAKYLFGCLQKLVQLGSPEVAAAMAPAERLRRFTPLPDEQFRVVGTEICKILC
ELLQQSSKAEYVVWGALVPFLMTTYRPGAPHDGHSVDRALDLLMPMLGQAYFGTIVLQIIECLAYGCRTSPLVLADSPFS
ASYSHLALACHLLQRDDFMVIWWKSDDFESCLEGLLTRKGPNKYDLESLIPTVWWPGSREEHPFSESNMRQIVIALSRAI
SRIEDLHFDLCNRLVAFDTKSNATGSIFRTFLQHLVLKNRGAHRNMPPPGLSDNSVLVSVYTVLLRYLSEGLDSTGDGHG
SCVPFLHKGGKHSFPVSLFVSSDPCLNDFARLGGTYSYLTKTCPLSSIECEEVEWEESSMDKQETRYGHDAGLKKPCCCM



DGGAGSIDSGNGKVLSKGLETRFSGSSNKVSETTCPLSPTDAERSYDGDMESKASSSGRVEPATSTASLLQKAKKVFMSV
KELSSAVREEELLDKMVLLYHLGVTQNFKQASYHMQHQIQLMAQLDETDRQIRSDKTSVDQTKRLKEARAIFKEDLIDYV
RQCTWYRVCLLSKWKQRGMYATCMWVAQLLVTISKKDACFSYVPEFYIETLVDCFHALRRSDPLYVPPSSLLQHGLSSFV
TFLVTHFHDSRIVNAEIRDFLLQSISVLVQFKEYLVAIEACKAAEDTMAGALLSAFDNRFWIPVSNILLRLCKGSGFGTS
KSSHGDSCSPFFQRLLREKCLKDEKLFASFLNRLFNTLNWTVSEFSVSIKEMHDHDHRQVPEFQQRKCAIMFELSCNLER
ILEFFTKELPQVFLVGPEMNIIRLCELVLFVLNHTTSNTAGELFDSTIKQQGQSLEKVNRATILAPVVGIVLNLSAATDP
AGHRMEHDIARSIASVDVSSVATRNFQYLFDYDWLGTFKGDPSLARLSDLNIFIEKLKTEYAEARKRACKAEAELITRHS
KGDDFELGNADKAGGGGELCSICYACEENAVFLPCKHRSCVRCVSRHLLNNQRCFFCNAAICEVCPYEEPLSPLSGGGLK
GGDVNS                                                                          
>Smol_XP_002990636                                                              
MASHDEEICAALTRLAMAGDGIVLGLGMAALALRTWLKFGSHTRALKQVEGTAQVEIHDLRSLVESGEKEPSSDSSPPLV
IVRGRVALPPKTSSEEVLLARNQTDLAVFVERTQTYLFNEWRGLFRWGPEWRGLLGWGSLKEQVAFSRRKIPFVLLDSDP
QYDGACVHINMENVEHPLPLVTVFHQLHPVQTSSSTFLQAVFGRRYPVGVIDEEKILPLNREITAVGFLSKHPQGLPAIK
SSNQMPFFLTEFSREELIVELTSATHALFWTGIVISSLALGVIGYSAFKNWCKWKEWRRLRQIQEELRREEQVMEEDEEP
ATTQEGSEVPDGQLCVVCLLRRKRAAFITCGHRVCCMGCARRIRHSQNAANARCPVCRQSVSGYIRVYD           
>Smol_XP_002989378                                                              
MKSPTYSPILLYPCGHTFCAKVCTNRIINGDLLVLRLGQCLEIHTVTNRKKTCPYCRQRIVSQALNLSLQKLINNFVALQ
KNPAPAHQSFDPGAQSQYGEKLRQAETRSRILQCALANSVEAKAKLARDIADAQRKVVQLESREQETKVRLEKVNLEYHR
VLSEMRENQDNLATLQKYQDEETAKVNLIQETLKNLRKEYLLMEDAVAPQAQASPPLPPQVLVLIKEESLHHENERSPKE
SAESSSPVVVIITVQEQQPSCSYDSSKPQEIATAASSAQQQHNHELVCRVCQLGSPEVRGELMELACVCKDDLAVAHRRC
AEAWFQIRGNRRCEICGKIVTNITVKRGMWSRVTRIINPEVEPSRHPHCNVLVTLFTMAILLPLFVRLAIYR        
>Smol_XP_002988930                                                              
MEERQARGRNFARKFLGFMSSKRKRDEEKKRMDLWKAMRDSSVERLAAVIASARTEFGDQLDDLCSDAEGVLQRLLREGR
ATGTHRKITLRERLLLADIEASSQQQPLLPQETSTAVPRENCSGNSEIVPAAAAADAPPVIQAVLTLVRPSSTTEIQQQS
NPEVAGGEGASLPAQPLSGNQNATSGRRLLSALLWEERNLDGPDQGLTEGWVAFGVTAPIHFDHSRSQSVASELNRVGFH
RPSASLDAPPEAAAAAAAAAAAPTRSLSSLITSTPSSRDAGTATVPETPMRVSLMSLLREAEEGGSGIIFMNRQMIDRNS
GGGGGGGAGGVAFESPAKEATGLTGGGGSNVVTGDGITMEQTCCVCMGRQKGAAFIPCGHTFCRRCCKELQQARGSCPLC
NKEISDVLNLY                                                                     
>Smol_XP_002987139                                                              
MGISFGCSASGERLVSAARDGDLEEAQALLQCNPRLAKYSTFGARNSPLHFAAMQGHNEIVTLLLEHGVDVDTRKYCGQT
ALMQSCRHGHWEVVQTLILYNANVNKGDYLNGLTALHFAALNGHARCLRLLVADYVPSAPSFWGPRRNLSVPDQGPDCVS
EETTSLRSSLYKLINKTADGGVTGLHMASLKGHAECVHLLLDLGADVSALTFQYDTTVDMIGAGSSPLHYAACGGSIQCC
QMLLARGANHLAINCNGWIPQQVAQVWGRHWLDGLLAPRSQCPVQPLGLSPFLTSPLMSIIQIARECGLGDMSILASGMD
SCAVCLEKICTVAAEGCGHELCTRCALYLCSNGTSMSDPAGAVPCPLCRQGIVSFRKLPSASPIKDLTRSSALGLCTTCT
VDEPEALFPSEFSCRADKRSRVLPLSPVGRSVTCTGFSTMNLPCGKYDPALATPDQAEAQETRDHHPEWSLEGGSHEEAQ
IPASAPAPDRATTPRSLSESALRSKSPKRGWLQDFVAWKQKHNCSSKPTSS                             
>Smol_XP_002986590                                                              
MASTSASSRRSSSPFRFRRPSSVNGRIPGFQPASPSSISSPSSTGRASLGGGGGGSHRSLTPTRSRSSSQALMTPPSMKY
SSFNGGSSPFTPSSSSSMFDRVEFINRAKESISVTVRFRPLSSREIQKGDEVAWYADGDTTVRSEYNLATFYAFDRVFGP
ATTTRGVYDIAAQHVVAAAMQGVNGTVFAYGVTSSGKTHTMHGDQKSPGIIPLAVKDVFSIIQDTPGREFLLRVSYLEIY
NEVINDLLDPAGQNLRVREDAQGTYVEGIKEEVVLSPAHALSLIAAGEEHRHVGSNNFNLFSSRSHTIFTLTIESSCRGE
DFSDDEITLSQLNLIDLAGSESSKTETTGLRRKEGSYINKSLLTLGTVISKLSDGKASHIPYRDSKLTRLLQSSLSGHGR
ISLICTITPASSSTEETHNTLKFAQRAKRVELHAAPNRILDEKSLIKKYQKEITHLKQELEQLRRGLFERPFVVSNHDDL
LTLRQQLEAGHLKMQSRLEEEEQAKAALMGRIQRLTKLILVSTKNTIPLNLPEKSTQRRRHSFGEEEKHESMHAVPEEHT
PSGSSVSFEPPVDFKSRRRKSFSRKPDELPPITGTTMADQMDLLREQMKMLAGEVALCSSSLKRLSEQAVTNPEDDQLHM
QMRKLKEEIDEKRRQMSIIEKRIAGSAEASSTNASGFEMSQTISKLISQLHEKAFELEIKSADNRILQEQLQSQTNEINE
LQETVVSLRQELQASLEKRYSQPKSRKLSRTLLDFSITLICLLQAAELTKLKKDYTHLLEVKDGLYLENQNLNEEASYAK
ELASAAAVELKHLADEVTKLSLQNSKLKSELAAAEASVYRTGTATVSKANANKMGRNPGADEDILLDDCELLPKESSRNY
QELEKKLEESRQREVSLESDLANMWVLVAKLKKEKEEAEAGRKFSTENGHTDGNGELTINEETEQWGTLKELKVYLKDEK
QRVSEMERFISQLKTRIQEEKERESSNDPAPAPASIDEIFDEDRGSHVCKICFEAPTAAVLLPCRHFCLCKPCAVACSEC
PLCRSSITDRIITYTS                                                                
>Smol_XP_002986339                                                              
MGDLPPIGERDRKIPWPPVVVIENVATTYDRQLRKHRGMENREIRAAIEEVIKVEDRRLIPLYNYEGQTSRAFLVFPSTE
IGYENAVRVHDAFAPRRESRRNGQLYGYLATPEDMKRLDSNKKALRNWTIESLEEKVLRPRREALQEYERAKQLQIQLQQ
ENDAAESALHNDSQKAAILQEELARKKEEMEKEKRLRREIKEAHEREMKKRRSQLEAQREMVLRSCRRENEELFESLKKK
REETDAEIAKYQEEEKALRQNIDSRNKELQKFERLLSEQGLQMKIGERLAALKEEQHKRMMALRTRYNEERLQLAQQKQA
KEKQLLEEQLRKKEELAQSIKSDEKNAKNENCIICMEKFSLRRGLYGCGHSYVCEECLPAVWGAKKECPICRHPQKKMPI
LTHVYS                                                                          
>Smol_XP_002985138                                                              
MLPWGGITMCLSGVALYFLSRNSGRDAATLKAVRRVDQLKDLAHLLDSACKAVPLVVTVAGRVGSETPIGCDHSSLRCVI
LEETAEQHFLKHNDTGSWIQDSALMLSNNKEVPWFLEDASGRVFIVGARGAAGLELTIASEVFEESGRSLVRGTLDYLQG
LKMLGVKRVERVLPTGTALTVVGEAIKDDQGTLRIQRPHKGPFYVTPKSIDQLIANLGKWSRWYKYMSLGFTLFGVFLVA



SHTIRYVMEKRRRAALNRRVMEAAARRRERKEHEGKAQVGEFAKVETATKRDGRLPDLCVICLEQEYNAVFVPCGHMCCC
ISCSAQLQNCPLCRRRIEQIVKTYRH                                                      
>Smol_XP_002984134                                                              
MQALSKLNSPSSTLSASFSSSTTTTTSSSSDLGSGTTKFNKENVTVTVRFRPLNSREIQKGDEVAWYADGDTSVCSEYNA
STVYAFDKVFGPATTTRGVYDIAAQQVVSGAMEGVNGTVFAYGVTSSGKTHTMHGDQKSPGIIPLAVKDVFNIIQESPGR
EFLLRVSYLEIYNEVINDLLNPAGQNLRVREDSHGTYVEGIKEEVVLSPAHALSLIATGEEHRHVGSNNLNLMSSRSHTI
FTLTVESSARGEGSREEEVTLSQLNLIDLAGSESSKAETVGLRRKEGSYINKSLLTLGTVISKLTDGKSSHIPYRDSKLT
RLLQSSLSGHGRVSLICTVTPASSSNEETHNTLKFAHRAKHVELHSSANKILDEKSLIKKYQKEITSLKQELEQLRKGMV
GKPFVEGTNDDVIQLRQQLEAGQVKLQSRLEEEEQAKAALLGRIQRLTKLILVSTKNTIPNLPDRPTHRRRYSFGEEEVY
DELDVDLPELSSDGKSESANGDDVHKDDKKPKKRGMLGWFKTKKHEQLHSRTDSDIPSPTGRLDDNTATKRKPLMRVKSD
ELADAFLEPTQAGELFSAAVYGRRPPPTGTTMADQMDLLKEQVKMLAGEVAFCSSSLKRLSEQSALTPDDGDIQVQMKRL
KEEISMKRQQMQVLERRILGSVENAPANTPQLSQTMMKLTSQLNEKSFELEIKAADNRILQEQLQSKNVENTELQSTIHS
LKQQLQQAVAEKKASIHKKAGSDSHKKGHSFFDSEETSEWLNDVDLSRELRMVENGGDANFAQGFASKIIPGAGFPLQSQ
LFSQMNEIEKLKLEKTRLAEEKTMLEAKGQKLMDEAAYAKELATAAAVELKGLAEEVTKLSAQNAKLSTEVEALRSKAAG
EEKSRREGVSMDQDMIQQLRAELSEAKRKVASLEQNEATLNRRIEEGKEREADLENDLAGMWVLVAKVKQEKERDEFEIL
GNGNGLESGLLTSKNNAHVEDESPVEELQCQLEAARTKVAELELGNSQLKGENLESLDLSALESLQNLHVEALTRLCQAK
TKAQERLEREKRRSMEERALSRSQADSLSSIGVQHLLLEEERNGHVCKVCFEAPTAAVLLPCRHFCLCKSCAIACTECPL
CRSGITDRIITFT                                                                   
>Smol_XP_002982812                                                              
AAAIPVAHHQKANTIRNDVNLRKATLRIEKDEENPGFYLVAFSFDATVPGNICIFFVAKEGVNCSLTPMKPQVFDPVKVP
FDKGLGQKFRQAPGTGIDLSLFEDEDLAHEGQDETYALVVRAETYSRDPPADAPSRDTEPLGAPLPKWVHSQTTHAVVER
KDGGEYGVRVIKQIIWVEGVRYELQEIYGIENSGGGSGANFDDSGKECVICMSEPRDTTVLPCRHMCMCSECAKVLRFQT
NRCPICRCPVERLLEIKVPKND                                                          
>Smol_XP_002982616                                                              
MAFSRCNGATNTVCPPGLPPALFEEVKATLASLGYNSGNPVPHNSPRLFFNSASNNFPLAANVWQQQQQQDINNLSANSF
QISSPQYPKVTVLGMGRSWLFDLGSPVDLILTTIRGDLGNFKGRLVLEAVRDGFPPIKYVLGAKVTAMAEGWQLVVRCTV
PKPYASYRISTLMDPKCSVCGEGPRTKALVPCHHLMCEECAVQMATIQKKCPICNVWIKSCTIITWLRSNHKIRKKLDLV
LINMAPLQEALHLHRGGLSVKGHLLDG                                                     
>Smol_XP_002982461                                                              
MAFSRCNGATNTVCPPGLPPALFEEVKATLASLGYNSGNPVPHNSPRLFFNSASNNFPLAANVWQQQQQQDINNLSANSF
QISSPQYPKVTVLGMGRSWLFDLGSPVDLILTTIRGDLGNFKGRLVLEAVRDGFPPIKYVLGAKVTAMAEGWQLVVRCTV
PKPYASYRISTLMDPKCSVCGEGPRTKALLPCHHLMCEECAVQMATIQKKCPICNVWIKSCTIITWLRSNHKKTQEIGPC
FDKHMAPLQEALHLHVVVQRGCLSVKGHLLDG                                                
>Smol_XP_002981322                                                              
MTPSSSSSSPSTTISAIVSKSSSSSSSSSASLTTTTTAAAACSSSSPNSSVSCSQQALQDTLYEYVRGLQDAIKVPDPEL
AERLLVEIGSALSLPSAVSLIISANGACLIASCVKHFRGAGTGKAGKVASSKVSKSGGGGGAGRSSSSKSDEHDPGGQVV
APAFTEAARAEFLDVLESTVTAAAAAAVAAMDEVVLPSESRRKRQRTVVEEEDVVPCYQNRECRSSFLEKSRKPLKLKGR
SLKVGSSRKVVGFSEHAENFRPQDEGKVPETGVTLENGKVREDSNDVAVELDENKDKFLDSSKADLDDSEDSTSTVSEEE
GDGVYLLAKSSGMSNVVATACSALDKLLTAALQSKTGVKVKAGNSSLGIGNGKRGKALSAEMYVALTEAFVDMVHVLKDN
VDLLSWCLNCLGSILPPGSLDRTSFESSTYSSVAPVKETVSNDDDVSKADNADNQSLSVQAHPAPADHSLLDQKLFPSKA
LLKLATKYREHSTSSDFTLKIGSKSTSGSYVAAARTLSSGKSYKGMLQSTFCGGISSESTSSSISALAAVAYAATVPMLA
EKAVKAILNAMQSCSIESHSTMAALRALSAHLSSTNSKTACDDAFTFIIAAMREFANDADMQAESCLALGSLIRAVSSTT
GHAAWAAITIAMDNHPSNLAVQRAGCGALQVLCTRTGLGVPEWRTGKRPLRASRDIDREAGARALISSMASFPNDVRIQW
HGCSTLWTLVHSAGVKSVANMVNLGAVTAVVGAMSVCRMNEMMQQEGCNVIGTMVRTLAENGHEIGLFLSSTAKSEGQEP
DSEESLEKSTDWWAALGAVVSAMKMFSKSKSLQSNGTFALGCILKGSGETATFGSTCTDVPVKPAIGVDAADAGKTDSSK
SQKQDATLSPDFPGKDIVDNVERISAAVEATMAAMREFSKVETVQVWGCAVLQQAFLPYVHYAKCLGPVCASASSLQPQL
FSQHLLAHDSLRTESLPSAADSNVKSAEAGAPSPSDWLAKFILSQAASVMYMISRTMAFSYNNSSTGSQANQAKATSLHP
ARGKPTLYSRTQTATSSIFFSSVRQSWCAALGAIGDVFGYLTRDSEIAIGKGGFTNSDCVDFFRSNKSFLDRSNGEQFLN
IDMKSSGDDESEDGAQSEKSSLDTAKPDEESERKGSHHICSSSHKCCGSSSWIDWSGFGASQQQAVKDIKAWQEATESMA
KIAEDVGFPLAVKHAILSIRTIFYKLEDAETVIWACHALVSLYLTWENLHLFKPGTEVDREEYKAKIWGEGEAGVKQLVD
LVVHWTSQNRLDVTSLALHALYGACVSAATVKEIETVFDLGCPGAEAVLGAMQKALLSGSAQHRRKVVQQACCVLATVCG
CSVRAQVAVSAHGGADLILTVLDRYNEDSQIQVNGLHALGIDSHGQPDFDAIWNSAISKTVPAGKSNRRRRNNQASASIV
GLTHIFREGVNCPSFRDTPADDSSSLRGKWNPFFERLVLDAPQVGLFQTAVIAAPGCGGPAFALELFRRVFEAPSPEVAA
HVCFVIGYMAEHNSVWRASFLEDGALQGLLECISSVHYWKRNVFTAFGLLQEGAEVEIQAEAEFPDADRDALAVATSTVV
ELRILCAAFWAVAGLMKDRLNTVDPLTGRFVQALAAALHRHGGLLSIPSYGLRLKKPHMEVCASARLALARLGVFRIATA
SQVVFLVHEAAEAGDVTCLKALVERGVDVFVTDGDGKNGEWHSELFGQNLAAQFFKEQVQLQGRKKAREKAKAKSKQNSK
KKATNEAALSRKEEQDPSSELTGDVSASVSTEISSQEVEVEPAVEVETVEVAHAESVATNLLAGETTTTVIPAVSEATAD
CLDSFEGEEKAKISQKASKSSKKKSQKGQKVAKAAAEPVSSCEKQEAIELLNATLREAMASGEVEKMEAAISACEDGAQE
LVDERLLKQVKGALAKRLKRREKASVLEDDLTSAIEDGSYDRLKAAVLAVEQSSRFAAALQEKLAAAKRLLLEMESQTAS
EPQQKEEESLPVSDVSTVVPTSSPPKAKKDKPLKPKKPKSSGRKNTAAVTNANSYHPLPANGVPAPPDPSHRPPPTLQPA
HDLPPLLPTPRPTGLRPPAPPCSVIMPPKSSGQQQQQQQYQQQHQHHLQASTSCEHNPITPQLFPSSRSPLNGEVSDYNE
ASQFSVLLSSSWSSPRSCSSLEDDAYNKSSSRWGRSPGPENITTNSSSHSSYGLESPVWSDQPCLDSQGYISALLATLFP



VERLPSTSTTLFSASLGEFPAPAAGECGGGGGGGAKLSSEDPCRMKVVVSSQQSRVEAAALLEASLEDCCCICFDVPKDA
ALVPCGHRMCKSCGEQIRRQRAKCPICNRYIDAVLALYG                                         
>Smol_XP_002981134                                                              
MAFSRCNGAANTVCPPGLPPALFEEVKATLASLGYNSGNPVFHNSPRLFFNSASNNFPLAANVWQQQQQQDINNLSANSF
QISSPQYPKVTVLGMGRSWLFDLGSPVDLILTTIRADLGNFKGRLVLEAVRDGFPPIKYVLGAKVTAMAEGWQLVVRCTV
PKPYASYRISTLMDPKCSVCGEGPRTKALLPCHHLMCEECAVQMATIQKKCPICNVWIKSCTIITWVHSNHKIRKKLDLV
LINTWLLFKKLCICILAIPFANKILLFLAIQAYYSLLVVVPREEVLVLKGICWMANWSSYWVAKPRILMHHQKLVMRFLK
LQGEAVFSKGAIYEQT                                                                
>Smol_XP_002980980                                                              
MAFSRCNGAANTVCPPGLPPALFEEVKATLASLGYNSGNPVPHNSPRLFFNSASNNFPLAANVWQQQQQQDINNLSANSF
QISSPQYPKVTVLGMGRSWLFDLGSPVDLILTTIRADLGNFKGRLVLEAVRDGFPPIKYVLGAKVTAMAEGWQLVVRCTV
PKPYASYRISTLMDPKCSVCGEGPRTKALLPCHHLMCEECAVQMATIQKKCPICNVWIKSCTIITWVHSNHKIRKKLDLV
LINTWLLFKKLCICILAIPFANKILLFLAIQAYYSLLVVVPREEVLVLKGICWMANWSSYWVAKPRMFMHHQKLVMRFLK
HQGEAVFCKGAIYEQT                                                                
>Smol_XP_002980753                                                              
MILVTKRHGKSFKESLKSLEADIQHANTLASEFPRGYDGACLQMRLSYSPAAHFFLFLVRWTDCSLAGALGLIRILIYKV
YVDGTTTMSTHERKASLREFYAYIYPSLQQLQGGITEVEAIKQRAACLEKFKRKGDEERGRMSDLDVEREQECGICLEAN
SKIALPGCNHAMCIRCYREWHSRAQSCPFCRDSLKRVNSRDLWVFTDVSDSQDMVELSRENLQRLFMYIDKLPLLITDSL
FTIYDSHIK                                                                       
>Smol_XP_002980390                                                              
MKRARSSDEEEEEEEEDDDDDEMDEEEIALIQERAYEACIGEVRELVGPEAPNLLRDTTKRICAVCPTRTEFTGWRGLIA
HAETIRDRKKFVNRHRGYYRALVEVLSPNSRMHGTTPTPAQKMKHEVSKEKLRSFKIEEKKELVASSRSAIEAALNEATQ
SLETDRARREEMQRRFAQEISRLDEDFERRMRRQQAEFEKVNLMLREKLDFQDSKTEKEKMDHLEYLQRLRAKESRNAQE
TALKLQAMENKKQQFEASVREAEEKFRQEHDSLEMDLIERESKEILELQMQFEKEIAEAMKESSNTPVAAAPPSSDKKDE
CSHCLEDFENCGTRALLIPCGHALMCMECAKKVQQEHKSCPHCRAPIEQVHKFYK                         
>Smol_XP_002979112                                                              
MGDLPPIGERDRKIPWPPVVVIENVATTYDRELRKHRGMENREIRAAIEEVIKVEDRRLIPLYNYEGQTSRAFLVFPSTE
IGYENAVRVHDAFAPRRESRRNGQLYGYLATPEDMKRLDSKKKALRNWTIESLEEKVLRPRREALQEYERAKQLQIQLQQ
ENDAAESALHNDSQKAALLQQELARKKEEMEKEKRLRREIKEAHEREMKKRRSQLEAQREMVLRSCRRENEELFESLKKK
REETDAEIAKYQREEKSLRQNIDSRNKELQKFERLLSEQGLQMKIGERLAALKEEQHRRMMALRTRYNEERLQLAQQKQA
KEKQLLEEQLRKKEELAQSIKSDEKNAKNENCIICMEKFSLRRGLYGCGHSYVCEECLPAVWGAKKECPICRHPQKKMPI
LTHVYS                                                                          
>Smol_XP_002978873                                                              
MEDFGQKVDLTQRIREVLLNYPEGTTILKEMIQNADDAGASQVCFCVDRRRHAVDSLVSPPLAQWQGPALLAYNNAAFTE
EDFQSISRIGDSKKRGQAWKTGRFGIGFNSVYHLSDLPSFVSGSHVVFFDPQCQFLPSISSLNPGKRIDFVTSTALENFP
DQFSPYCAFGCDMRRPFGGTLFRFPLRSAEQAATSKLSKQSYTSTDMLELLRDLYHEIVQVMLFLKNVERVEFYEWSAGS
SSPTLLYSCAVRLPTSEIRSHRQLFLRLSKGKDAAASEETKDVFRLELVTKAYTGADSGKESLSSFLISQAMGSSASRIG
ALATNAFKSYGLRLLPWASVAASILPGKVSIYCLLVEGRAFCFLPLPIKTGMPFHVNGYFELSANRRDIWHGSDMDRMGK
LRSDWNQCVLEDVAALCLRQLLLEARKLGPGATYSSMWPLGNSGAPWIKLVQHFYRSIAAEPLLHSRVAEGKWLSPMEVL
FHDEEYEKAEVLADALVADGLPLVRLPKPLRDAVFKFCDAEFKVVTPFSVRTHFLKSKRQKGPAERSHLFAILDYCLSDL
VDEEAAEHLRRLPLVPLQSLGTGRFALKGEECSYFLCTALEIRLFKGIPDKLVDENLPPGLVARLNNIARTGRSNICLID
DTTLAEILQYVLPPEWKNGGEIRWQPGLRKQPSKEWLGFFWEHLAAQQRDLSKLQQWPILPTTTGTLRRPVRFSGILKGG
KISSSLEGVFIKAGCLFLDTQVTLDHPQLSRYVLDPTVAEVLDAIGFSAANNLSKLAESFTALSGLERRELRAFLYDVCW
GSRNEMNESRLQIFKTLPIFEAYRDLGTRDLVFVSLEGGKKFLPPSGVDETLLGPDCLHSSGSREHEVLTQLLDVMQLKK
ADFFKWRILSDISNLPTELRDLSMLQILRELPELSVEDRSLVGILKKLSFVPTGAGKFRAPDALYDPEIPELVSILDSQQ
FFPSPDYSSPDVLQSLRHLGLRSSVTPDTILASARAIEGLSASVPDQATLRGRVLLSYLDKNASKWLQEAGTNWILSILQ
GEKDSTLSKFWSELANICWCPVLLEPPHDQMPWPVVSQSLAPPRLVRLPSDIWLVSATMRILDGQCDSPGLCQRLGWSSK
LSGNILAAQLLELGKGDNFKLRKILATTVPKIYSMLSDMLGSDEMEIVKAILEDRSWIWVGSRFAMAREVVFDGALHLTP
YLHVVPADLAAFKELFLELGVKESLDPAGYSTILAVIASEKCGDPLDSRQLAAAIWIVQHLADTNFGEQGKEIVIPDCDG
ILLPSSQLVYNDAPWLVASKDIPNKKLVHSKISNDVAEKVGIASVRESLLAKSADFVDLGLHGGMEAFGQSESLTSRLKH
IVEMYADGPGTLFELLQNADDAGATEVSFLLDKSSFGTNSVLSRQMADWQGPALYCYNDSVFKPEDFYAISRIGQNSKLD
KPSAIGRFGLGFNSVYHFTDVPSFVSGSTIVLLDPHADNLPGISPAQPGLKINFVGKELLNQFPDQFESFLLFGCDLQKP
FLGTLFRFPLRTTVTAARSEIKQDPYQPEDVVTLFSALKKSAGEVLLFLRHVTSIKLYVRDGLHAEVQEIFKVHRENADY
QETSLYEFVTGNTRQKYDKEQFVKRLEKTADKQLPWCCGKIRIEVAAPDGNSSSSWLICSSFGGGNAKEFVISPANRSRG
FVPWAGIAARMSEDGSIEVKEDERGPVSVEGRAFCFLPLPVVVGLPIHVNGYFELSANRRDIWYGGDMVGGGKLRSQWNS
FLLQDAAAPAYARLLHRASRELGPSASYSSLWPTQSVGEPWKQLVTQVYKAVIDLEVPVLFTTLRGGKWISAKQAVFPDF
SFPEMTELGNALVEIGLPLISVPEAVTTRFREVCPSLKFFSPRLLQRLLIASRRTLERRISILALKYSLSDVQSSADESK
LYGLALVPLSDGSFGTLNSRSTGEKIILAGGDDHRLLKDALPHMLVDPEVGEDISLKMTDMAANAVSNVYVMTPLILQEL
LPLVLPLEWSGQDIVTWTPGTRGHPSTDWMLLFWHYIARHRESLSNFESWPLLPTTDDKLVRMYKGGSIIVNDGWSENMT
SLLQKSGCFLLKGDLPVQLRDHVQAASAHGILLAFFAAAGGNLKMVPTLLRDCSAFEVRELRHFLFQEKWFALGQMDAVQ
LQVLKMLRLFESGGDFICIAESEQLIAPDGIDGQLLADMFIQAETGKEEHILQTYLGLKKVDKKDYFASYFVDCIKQVSE
GDRMKAFLKVSKELALFIGEMEEAALASLSQLAFVPTGSNAIEAPERLYDPRISELLTLLDRKAFFPAHEFQAADLLDVL



VVLGLRKSLKQEGLLDSARSVGMISATDDSEASRRGKALLAHMDGLAVSDESVPVVGRSLSDIDSHFWVELSSISWCPVR
GTSPNQLLPWLPGQLPLVASPKLVRPASDIWLVSGAMRILDGDCSSFLQEKLGWTQTLKANVLAHQLIELSKRYSRDVLD
EETTLTLSSSVKDIYKLLQGFSKSDEMLIIQSMVEGHAWLWIGDGFIRAKEAAFDSPAHFYPYLHVLPVDFLEFKELFTK
LGVRETFSAGDYVSILERVAADVKGDALSPEQLTFVLSVLGTLSEVLETADRSIYESILIPDAVSQLVPAKALVYNDAPW
LSEDGSQAGGLRLVHPDVDNNLARQLGARSLRYLSVVDQEMTSSLPCLGIGKINELLAKFGAGGDEEMLLFDLLEVADCC
QARKVHFVYDQTDHPKQSLLQPNMSDFQGPALLVAFEGVNLTTEEICSLHTSPPVKFHGRACRYGTGLFGSYQITDLLMV
ISMGCLYLFDPSGQVLAPALADGRKDPTGNPIGKAFSLQGTGLSERFSDQFHPFNLNEELSLDSTSVTFFRLPLHPGKAN
IAEKVPNMFHSLKKYASTSILFLKSVEKVVISEQTIIEPFHEVFSVSVGSAFAALRHPFQEKNWRKFQLSNFFGSSNTVT
KTHTIDVFLKEDGNTRMTKWLVVQSLSSGQTRDMALDRRYLHYQLTPIAGVAACISVDGRMIEEAVCSHNSILCPLPVTL
NFNIPVTIFGNFLPFTAGGRYCFDESLGEYPVKVGMLGTHSGPGFSDDILRATWNRQLLSCVSHSYIELLQELQHLQLIG
QASSSEGSSSWSFYSLWPRSAAATSSNDSRCLAKWLIKPMYARLVDMPLWQLHGGSGMVKYSDGVFVAPSGQGVAPKASV
SDFLKSHHRIFTVPWELGKEVEGAVGVPMKELKPQALRALMKVPSVAAAVQSLTTQIDLLEYCCMDAVQQSFDVTREGGV
PDDLELSNTVLAELKGVTCPTANEFMVKLGTLEVWVASREEQLLLPACMKRFLHPLCLERPLLAALFYNKAFQRRMNLRQ
FSPQVIAANIWTVLPRSWASASTPSVDWNQQEPSAEWIRNLWTNVDPTSVDDLSLLSAMPLIPATIDSRNALVRVGQSKL
TFVPPLTLSTDEETNGDFSKACARALAEVDEGYPWLVSVLGKLGVPVYHSDFTDCRALQCCLSEPGSPLVDIVVSKFLAL
EQAGFWLAREASLSPDECKELYALVATVALYHDPDENSLSSQELSLLQSLPIYETIRGSYVKIDPAVYYTVSSETFIQPD
DEHRLSGRGDAFYQLLGVPNLGNTGILVRYALPNFNQLSSSEQEAVMAYVYRDWDNIKDSAVVNALRSTKFVTSASTVPT
NLSSPQELVDPENVLLKQIFAEERSRFPGGRFGTSRWLHILRRCGLCSLKDPALIVECAKKIEELGKRDLHSDRLAILKI
ETNGSSRNVSDAVWSMAGMLVEEIMNNFAAVYNSNFCDKLSNIAFVPAENGIPSVAGGSPNRVLASYNEAILVKDWPLGW
TCCPVLFRPNSVPPQFAWGALHLRSPPLISVVVGQNGGEDVLARWPNGKGSRSVEEVFGEVLSYLSTAWDGLSDSDKKEL
SLHAFIPVANGTRLVTASSLYTRLGMDLAPYIFEAPRAYLSYVDILSALGMHYDPTVPAMVALLVQLQQTSGFHHLNPNE
LQAVLSILRFIWETSKKSDLSTVDVVVPDETARLVHASACAYVDAAGARLVENIDTTKLRFVHPSLPVALCDVLHVKKLS
EAVLEEIDDSEPLEYVDSLGEYSLSAVKAQLGSNAFACSVQSLRGPHQITEQHILDTLQAACEKLKFVRRLRTKFLLVPS
LKDITRAGQHQAFLFISRSQTTLLVAEPPTFIALPDLLAVLVSRLLECSVSLPLGPFFKTGVGDKLDQVARIIATGSEAD
RQGRDGGVEALLGSSVAPVDARALQFCPLRPFYSGEVVGWHRDGQQSQIKYGRVVEDIRAPAGQPLFRIHVETSPGQVEI
LSSSNILSFKSTGGGSSASSEQAAVVLGAAGESSEETTMGRGPENLSTSRHEKNEAAILGVAGYAQAITDILTSLGLPLT
LERQSLLEHTLSLQEQLNSSNASLLSEQERADAAVQEAETLKSSWTCRICLNSEVNSLLVPCGHVLCHSCCSSLSRCPFC
RQFVTSIHRMFRP                                                                   
>Smol_XP_002978121                                                              
MGQSHGCGLSSWQLCAMLKDNGQRWRLYTAIVEGDCVAVEQSASMSPKLVTKALFFHSRLTPLHVAAMAGQVDVAALLIH
KGASVNCSSCNGGQTPLMLASKSGKHDCVDYLIQHGANVLLFDTSHSRTCLHYAAKAGHVDCIHRILLAAKCAPVAESWK
FVRFVNTRDSKGVTALHLAARGGSVRALQLLLDSGALVSATTSNTGNGSGHGSTPLHFAARGGSLETVQELLAWGADRSQ
RDVTGYTAYGIARKHNNASCAALLDPSVAEPLVWPSPCKFMNALDTNTRSLLEKVLEQANQARGRAHRKSATESEIVNAI
MTDDDQQLEQVSNSNSCCCICFEHRCNIELHKCGHQMCASCILTLCCHNKPNPAIPFSPPPGCPFCRTPIERITLVSQVA
Y                                                                               
>Smol_XP_002977516                                                              
MGSASSKSSTSTYYAEPSPRSSSNEPSPRGLPKSLDRRFSSKYSHIGDQFGTIEQVQEALHKAGLESSNLIVGIDFTKSN
EWTGKRTFNGRSLHALGDHQNPYEQAISIIGRTLSKFDEDNLIPCFGFGDASTHDEHVFGFYPEQRPCQGFEEALSRYRE
IAPNVRLAGPTSFAPIIEAAMDIVEQSGGQYHVLLIIADGQVTRSVDVENGTLSPQEQSTVDAIVAASNLPLSIVLVGVG
DGPWDMMRQFDDNIPQRLFDNFQFVNFSEIMSKGAQREASFALQALMEIPAQYRATMELEILGQTTGSYAVKKPLSPPQS
VLRADAGRSNSSAYSRPPAAPPTPPQAAANYEHQLCPICLSERKDLAFGCGHQTCRDCGKSLANCPICRQRITTRIRLY 
>Smol_XP_002976505                                                              
MVPPQVHQKAITIRNDVNLKRGTLRLEEDKENAGKHLVSFLFDAAVPGSASILFLAGAGPNFSLVPLKPHLFRPQRVTFD
KGLGQRFCQLPGSGVNLSLFEADDLSKDGKDEVFSLVVRLESMPKEQSSDASLPVGGPLPRSIHAQTTYVLLERKASGQY
GVRVLKQIIWVEGTRYELQEIYGVGNTGDGHPDKHAGRECVICLTNRRDTALLPCRHMCMCSECARILRFQTQRCPICRC
VVDKLLEIKAPRAEDDDLENRLD                                                         
>Smol_XP_002976231                                                              
MGISFGCSASGERLVSAARDGDLEEAQALLQCNPRLAKYSTFGARNSPLHFAAMQGHNEIVTLLLEHGVDVDTRKYCGQT
ALMQSCRHGHWEVVQTLILYNANVNKGDYLNGLTALHFAALNGHARCLRLLVADYVPSAPSFWGPRRNLSVPDQGPDCVS
EETTSLRSSLHKLINKTADGGVTGLHMASLKGHAECVHLLLDLGADVSALTFQYDTTVDMIGAGSSPLHYAACGGSIHCC
QMLLARGANHLAINCNGWIPQQVAQVWGRHWLDGLLAPRSQCPVQSLGLSPFLTSPLMSIVQIARECGLGDMSILASGMD
SCAVCLEKICTVAAEGCGHELCTRCALYLCSNGTSMSDPAGAVPCPLCRQGIVSFRKLPSASPIKDLTRSSALGLCTTCT
VDEPEALFPSEFSCRADKRSRVLPLSPVGRSVTCTGFSTMNLPCGKYDPALATPDQAEAQETRDHHPEWSLEGGSHEEAQ
IPASAPAPDRATTPRSLSESALRSKSPKRGWLQDFVAWKQKHNCSSKPASS                             
>Smol_XP_002974307                                                              
MDKGRPSGDIKLSKSSLLLESQAIFSSARANACVWRGKWMYEVTLGTAGIQQLGWATISCPFTDSEGVGDASDSYAYDGR
RVKKWSGKSQTYGEPWVVGDVIGCCIDLEQGQIFFYRNGTSLGMAYDCVRRMEAKQGYYPAISLSHGERCELNFGGRPFR
YPIAGFLPLQAPPVDTSGTNKHGSVIVKAKYLFGCLQKLVQLGSPEVAAAMAPAERLRRFTPLPDEQFRVVGTEICKILC
ELLQQSSKAEYVVWGALVPFLTTTYRPGAPHDGHSVDRALDLLMPMLGQTYFGTIVLQIIECLAYGCRTSPLVLADSPFS
ASYSHLALACHLLQRDDFMVIWWKSDDFESCLEGLLTRKGPNKCDLESLIPTVWWPGSREEHPFSESNMRQIVIALSRAI
SRIEDLHFELCNRLVAFDTKSNATGSIFRTFLQHLVLKNRGAHRNMPPPGLSDNSVLVSVYTVLLRYLSEGLDSTGDGHG
SCVPFLHKGGKRSFPVSLFVSSDPCLNDFARLGGTYSYLTKTCPLSSIECEEVEWEESSMDKQETRYGHDAGLKKPCCCM



DGGAGSIDSGNGKALSKGLETRFSGSSNKVNETTCPLSPTDAERSYDGDMESKASSSGRVEPVTSTSSLLQKAKKVFKSV
KELSSAVREEELLDKMVLLYHLGVTQNFKQASYHMQHQIQLMAQLDETDRQIRSDKTSSEQTKRLKEARGIFKEDLIDYV
RQCTWYRVCLLSKWKQRGMYATCMWVAQLLVTISKKDACFSYVPEFYIETLVDCFHALRRSDPLYVPPSSLLQHGLSSFV
TFLVTHFHDSRIVNAEIRDFLLQSISVLVQFKEYLVAIEACKAAENTMAGALLSAFDNRFWIPVSNILLRLCKGSGFGTS
KSSHGDSCSPFFQRLLREKCLKDEKLFASFLNRLFNTLNWTVSEFSVSIKEMHDHDHRQVPEFQQRKCAIMFELSCNLER
ILEFFTKELPQVFLVGPEMNIIRLCELVLFVLNHTTSNTAGELFDSTIKQQGQSLEKVNRATILAPVVGIVLNLSAATDP
AGHRMEHDIARSIASVDVSSVATRNFQYLFDYDWLSTFKGDPSLARLSDLNIFIEKLKTEYAEARKRACKAEAELITRHS
KGDDFELGNADKAGGGGELCSICYACEENAVFLPCKHRSCVRCVSRHLLNNQRCFFCNAAICEVCPYEEPLSPLSGGGLK
GGDVNS                                                                          
>Smol_XP_002972604                                                              
MVCALWSLSPNKERNEAHALFAAIRKGDVDGVRNVAEQHPHLLNEARSLRRLTPLHLAASIGQLEVLIALLERGADAEPL
DRYGKTPLMLACKQKKWACAEWLLDRAGANIIVFGSSRGRTCLHYAAKGGNSSCVQKILAAADSSTWGLARFLNAQDRSG
ITALHLASLSGHAAVVQELLSNGALVSARTIPYGQINELGGGMSPLHAAARGGSVECVQALLSWGADRRHRDNEGFTAYG
VANEYHNFACAALLNPNAAEPLELAASGSSSIKDEDVCCICFDHLCTIQIKDCGHQMCATCALKLCCHGSSSSSSSPPRA
LACPFCRQDIASLVLAPSSISHGCRDEQQQEMEGGDAPPPPNSSGLNKGKEVSIRGTLALVSMDRDEEERPPSGWPLGLE
PVHLRKRVLDTLVDEDRDPSSNTMRGTAGGAKISTTSYSDETSNLETESSCSSKFFPDDKPVTLGEILGMSLNHLATSSF
RSIELHVAEQPSSSRSSTRSWSSPWSLMMRCKCTRASTASSRFEDDIPMPGRIYTNSMFEEDGDQHSDGGHDRDPVSLLD
HLRGSALHDIAENPLFLLDYVATRQQRRAR                                                  
>Smol_XP_002972220                                                              
MQALPKLNSPSSTLSASFSSSSTTTTSSSSDLGSGTTKFNKENVTVTVRFRPLNSREIQKGDEVAWYADGDTSVCSEYNA
STVYAFDKVFGPATTTRGVYDIAAQQVVSGAMEGVNGTVFAYGVTSSGKTHTMHGDQKSPGIIPLAVKDVFNIIQESPGR
EFLLRVSYLEIYNEVINDLLNPAGQNLRVREDSHGTYVEGIKEEVVLSPAHALSLIATGEEHRHVGSNNLNLMSSRSHTI
FTLTVESSARGEGSREEEVTLSQLNLIDLAGSESSKAETVGLRRKEGSYINKSLLTLGTVISKLTDGKSSHIPYRDSKLT
RLLQSSLSGHGRVSLICTVTPASSSNEETHNTLKFAHRAKHVELHSSANKILDEKSLIKKYQKEITSLKQELEQLRKGMV
GKPFVEGTNDDVIQLRQQLEAGQVKLQSRLEEEEQAKAALLGRIQRLTKLILVSTKNTIPNLPDRPTHRRRYSFGEEEKH
EQLHSRTDSDIPSPTGRLDDNTATKRKPLMRVKSDELADAFLEPTQAGELFSAAWSLSQTGTTMADQMDLLKEQVKMLAG
EVAFCSSSLKRLSEQSALTPDDGDIQVSRLKEEISMKRQQMQVLERRILGSVENAPANTQQLSQTMMKLTSQLNEKSFEL
EIKAADNRILQEQLQSKNVENTELQSTIHSLKQQLQQAVAEKKASIHKKAGSDSHKKGHSFFDSEETSDVVLFQVNEIEK
LKLEKTRLAEEKTMLEAKGQKLMDEAAYAKELATAAAVELKGLAEEVTKLSAQNAKLSTEVEALRSKAAGEEKTRREGVS
MDQDMIQQLRTELSEAKRKVASLEQNEATLNRRIEEGKEREADLENDLAGMWVLVAKVKQEKERDEFEILGNGNGLESGL
LTSKNNAHVEDESPVEELQCQLEAARTKVAELELGNSQLKVSGNLIKNGHVCKVCFEAPTAAVLLPCRHFCLCKSCAIAC
TECPLCRSGITDRIITFT                                                              
>Smol_XP_002972204                                                              
MGSASSKSSTSTYYAEPSPRSSSNEPSPRGLPKSLDRRFSSKYSHIGDQFGTIEQVQEALHKAGLESSNLIVGIDFTKSN
EWTGKRTFNGRSLHALGDHQNPYEQAISIIGRTLSKFDEDNLIPCFGFGDASTHDEHVFGFYPEQRPCQGFEEALSRYRE
IAPNVRLAGPTSFAPIIEAAMDIVEQSGGQYHVLLIIADGQVTRSVDVENGALSPQEQSTVDAIVAASNLPLSIVLVGVG
DGPWDMMRQFDDNIPQRLFDNFQFVNFSEIMSKGAQREASFALQALMEIPAQYRATMELEILGQTTGSYAVKKPLSPPPS
VLRADAGRSNSSAYSRPPAAPPTPPQAAANYEHQLCPICLSERKDLAFGCGHQTCRDCGKSLANCPICRQRITTRIRLY 
>Smol_XP_002969717                                                              
MTPSSSSSSPSTTISAIVSKSSSSSSSSSASLTTTTTAAAACSSSSPNSSVSCSQQALQDTLYEYVRGLQDAIKVPDPEL
AERLLVEIGSALSLPSAVSLIISANGACLIASCVKHFRGAGTGKAGKVASSKVSKSGGGGATGRSSSSKSDEHDPGGQVV
APAFTEAARAEFLDVLESTVTAAAAAAVAAMDEVVLPSESRRKRQRTVVEEEDVVPCYQNRECRSSFLEKSRKPLKLKGR
SLKVGSSRKVVGFSEHAENFRPQDEGKVPETGVTLENGKVREDSNDVAVELDENKDKFLDSSKADLDDSEDSTSTVSEEE
GDGVYLLAKSSGMSNVVATACSALDKLLTAALQSKTGVKVKAGNSSLGIGNGKRGKALSAEMYVALTEAFVDMVHVLKDN
VDLLSWCLNCLGSILPPGSLDRTSFESSTYSSVAPVKETVSNDDDVSKADNADNQSLSVQAHPAPADHSLLDQKLFPSKA
LLKLATKYREHSTSSDFTLKIGSKSTSGSYVAAARTLSSGKSYKGMLQSTFCGGISSESTSSSISALAAVAYAATVPMLA
EKAVKAILNAMQSCSIESHSTMAALRALSAHLSSTNSKTACDDAFTFIIAAMREFANDADMQAESCLALGSLIRAVSSTT
GHAAWAAITIAMDNHPSNLAVQRAGCGALQVLCTRTGLGVPEWRTGKRPLRASRDIDREAGARALISSMASFPNDVRIQW
HGCSTLWTLVHSAGVKSVANMVSLGAVTAVVGAMSVCRMNEMMQQEGCNVIGTMVRTLAENGHEIGLFLSSTAKSEGQEP
DSEESLEKSTDWWAALGAVVSAMKMFSKSKSLQSNGTFALGCILKGSGETATFGSTCTDVPVKPAIGVDAADAGKTDSSK
SQKQDATLSPDFPGKDIVDNVERISAAVEATMAAMREFSKVETVQVWGCAVLQQAFLPYVHYAKCLGPVCASASSLQPQL
FSQHLLAHDSLRTESLPSAADSNVKSAEAGAPSPSDWLAKFILSQAASVMYMISRTMAFSYNNSSTGSQTNQAKATSLHP
ARGKPTLYSRTQTATSSIFFSSVRQSWCAALGAIGDVFGYLTRDSEIAIGKGGFTNSDCVDFFRSNKSFLDRSNGEQFLN
IDMKSSGDDESEDGAQSEKSSLDTAKPDEESERKGSHHICSSSHKCCGSSSWIDWSGFGASQQQAVKDIKAWQEATESMA
KIAEDVGFPLAVKHAILSIRTIFYKLEDAETVIWACHALVSLYLTWENLHLFKPGTEVDREEYKAKIWGEGEAGVKQLVD
LVVHWTSQNRLDVTSLALHALYGACVSAATVKEIEAVFDLGCPGAEAVLGAMQKALLSGSAQHRRKVVQQACCVLATVCG
CSVRAQVAVSAHGGADLILTVLDRYNEDSQIQVNGLHALGIDSHGQPDFDAIWNSAISKTVPAGKSNRRRRNNQASASIV
GLTHIFREGVNCPSFRDTPADDSSSLRGKWNPFFERLVLDAPQVGLFQTAVIAAPGCGGPAFALELFRRVFEAPSPEVAA
HVCFVIGYMAEHNSVWRASFLEDGALQGLLECISSVHYWKKNVFTAFGLLREGAEVEIQAEAEFPDADRDALAVATSTVV
ELRILCAAFWAVAGLMKDRLNTVDPLTGRFVQALAAALHRHGGLLSIPSYGLRLKKPHMEVCTSARLALARLGVFRIATA
SQVVFLVHEAAEAGDVTCLKALVERGVDVFVTDGDGKNGEWHSELFGQNLAAQFFKEQVQLQGRKKAREKAKAKSKQNSK
KKATNGAALSREEEQDPSSELTGDVSASVSTEKEVEVEPAVEVETVEVAHAESVTTNSLAGETTTTVIPAVSEATADCLD



SFEGEEKAKISQKASKSSKKKSQKGQKVAKAAAEPVSSCEKQEAIELLNATLREAMASGEVEKMEAAISACEDGAQELVD
ERLLKQVKGALAKRLKRREKASVLEDELTSAIEDGSYDRLKAAVLAVEQSSRFAAALQEKLAAAKRLLLEMESQTASEPQ
QKEEESLPVSDVSTVPTSSPPKAKKDKPLKPKKPKSSGRKNTAAVTNANSYHPLPANGVPAPPDPSHRPPPTLQPAHDLP
PLLPTPRPTGLRPPAPPCSVIMPPKSSGQQQQQQQYQQQHQHHLQASTSCEHNPITPQLFPSSRSPLNGEVSDYNEASQL
SLLLSSSWSSPRSCSSLEDDAYNKSSSRWGRSPGPENITTNSSSHSSYGLESPVWSDQPCLDSQGYISALLATLFPVERL
PSTSTTLFSASLGEFPAPAAGECGGGGGGGAKLSSEDPCRMKVVVSSQQSRVEAAALLEASLEDCCCICFDVPKDAALVP
CGHRMCKSCGEQIRRQRAKCPICNRYIDAVLALYG                                             
>Smol_XP_002968750                                                              
MASHDEEICAALTRLAMAGDGIVLGLGMAALALRTWLKFGSHTRALKQVEGTAQVEIHDLRSLVESGEKEPSSDSSPPLV
IVRGRVALPPKTSSEEVLLARNQTDLAVFVERTQTYLFNEWRGLFRWGPEWRGLLGWGSLKEQVAFSRRKIPFVLLDSDP
QYDGACVHINMENVEHPLPLVTVFHQLHPVQTSSSTFLQAVFGRRYPVGVIDEEKILPLNREITAVGFLSKHPQGLPAIK
SSNQMPFFLTEFSREELIVELASATHALFWTGIVISSLALGVIGYSAFKNWCKWKEWRRLRQIQEELRREEQVMEEDEEP
ATTQEGSEVPDGQLCVVCLLRRKRAAFITCGHRVCCMGCARRIRHSQNAANARCPVCRQSVSGYIRVYD           
>Smol_XP_002966621                                                              
MGQSHGCGLSSWQLCAMLKDNGQRWRLYTAIVEGDCVAVEQSASMSPKLVTKALFFHSRLTPLHVAAMAGQVDVAALLIH
KGASVNCSSCNGGQTPLMLASKSGKHDCVDYLLQHGANVLLFDTSHSRTCLHYAAKAGHVECIHRILLAAKCAPVAESWK
FVRFVNTRDSKGITALHLAARGGYVRALQLLLDSGALVSATTSNTGNGSGHGSTPLHFAARGGSLETVQELLAWGADRSQ
RDVTGYTAYGIARKHNNASCTALLDPSVAEPLVWPSPCKFMNALDTNTRSLLEKVLEQANQARGRAPRKSAAESEIVNAI
MTDDDQQLEQASTDSCCCICFEHRCNIELHKCGHQMCASCILTLCCHNKPNPAMPFSPPPACPFCRTPIERITLVSQVAY
>Smol_XP_002965314                                                              
APVPVPEYQTANTVRNEVNLNKGTLRLERDEAMPGNHVVAFSFDATTSGSITVFFLSKETSNGSVVSLSKMFPAPTRHHF
KSGLGQKFKQESGLDFSLIDEQDLSQLGTDNVYPLIIRIETTPKNPPPDAAESPEPVGGALKKWIHCQQTYAVIRKIERD
GDEGELQVRVVKQIIWVDGVRYELQEIFGIGGSEASNNSSDSSGKECVICLSEPKDTTVLPCRHMCMCSDCANVLRHQTN
LCPICRCPVEELLHIKV                                                               
>Smol_XP_002965262                                                              
MASTSASSRRSSSPFRFRRPSSVNGRIPGFQPASPSSISSPSSTGRASLGGGGGGSHRSLTPTRSRSSSQALMTPPSMKY
SSFNGGSSPFTPSSSSSMFDRVEFINRAKESISVTVRFRPLSSREIQKGDEVAWYADGDTTVRSEYNLATFYAFDRVFGP
ATTTRGVYDIAAQHVVAAAMQGVNGTVFAYGVTSSGKTHTMHGDQKSPGIIPLAVKDVFSIIQDTPGREFLLRVSYLEIY
NEVINDLLDPAGQNLRVREDAQGTYVEGIKEEVVLSPAHALSLIAAGEEHRHVGSNNFNLFSSRSHTIFTLTIESSCRGE
DFSDDEITLSQLNLIDLAGSESSKTETTGLRRKEGSYINKSLLTLGTVISKLSDGKASHIPYRDSKLTRLLQSSLSGHGR
ISLICTITPASSSTEETHNTLKFAQRAKRVELHAAPNRILDEKSLIKKYQKEITHLKQELEQLRRGLFERPFVVSNHDDL
LTLRQQLEAGHLKMQSRLEEEEQAKAALMGRIQRLTKLILVSTKNTIPLSLPEKSTQRRRHSFGEEEKHESMHAVPEEHT
PSGSSVSFEPPVDFKSRRRKSFSRKPDELPPITGTTMADQMDLLREQMKMLAGEVALCSSSLKRLSEQAVTNPEDDQLHM
QMRKLKEEIDEKRRQMSIIEKRIAGSAEASSTNASGFEMSQTISKLISQLHEKAFELEIKSADNRILQEQLQSQTNEINE
LQETVVSLRQELQASLEKRYSQPKSRKLSRTLLDFSITLICLLQAAELTKLKKDYTHLLEVKDGLYLENQNLNEEASYAK
ELASAAAVELKHLADEVTKLSLQNSKLNSELAAAEASAYRTGTATVSKANANKMGRNPGADEDILLDDCELLPKESSRNY
QELEKKLEESRQREVSLESDLANMWVLVAKLKKEKEEAEAGRKFSTENGHTDGNGELTINEETEQWGTLKELKVYLKDEK
QRVSEMERFISQLKTRIQEEKERESSNDPAPAPASIDEIFDEDRGSHVCKICFEAPTAAVLLPCRHFCLCKPCAVACSEC
PLCRSSITDRIITYTS                                                                
>Smol_XP_002965079                                                              
MHSDESVDYGKENISVTVRFRPMSEREIHRGDDAAWYVDGDIVRSEFNPSVAYTFDKVFGASATTRNVYDTVARNVVRGA
MEGINGTVFAYGVTSSGKTHTMHGDQNYPGVIPQAIKDVFSIIQETPDREFLLRVSYLEIYNEVINDLLDPAGQNLRIRE
DAQGTYVEGVKEEVVLSPSHALSLIAAGEEHRHVGSNNFNLFSSRSHTIFTLTIESSLRAQGPDDEVTLSQLNLIDLAGS
ESSKTETTGLRRKEGSYINKSLLTLGTVIAKLSEGKASHIPYRDSKLTRLLQSSLSGNGRITLICTITPASSNMEETHNT
LKFAQRAKRIEIYAAPNRIMDERSLIKKYQKEITKLKQELLLIKRGMTERPYATTNQEDLLTLRQQLEAGQLRMQSRLEE
EEQAKAALMGRIHKLTKLILVSTKNNLSGSFPDVAHNRRHSFAESEEVRFSFYVQSYDEQSDLDTSSFPPDRCTDSSSID
LGNGQEHVSHSDQIDLTREQVKMLAGEIALRSSSLKRLTEQAANHPDDFQVQIGKLRDDIEDKKSQMQLLEQRITELGER
SSYPEMSQVTRCSTAIEKLTSQLNEKAFELEIRTADNRVLEEQLQSKVAEIKDLQEKNGRLQQQLQEALEKASHQKIAEI
EVLSQERSRLSEENNCLQMKNVKLEEEACYAKDLAAAAATEIKDLTEQIKKLVFQNTRLSNEALSITCQGKTGRISVSSV
DRRLMIPYAVQALKEEVRSKREKQAYLEQTVSEKQALEKELKRKLDESKQREADLENDLASMWVLLAKMKTNDPPTSGPV
QDVVEITECRPERNVSTAVAPISPQSVESAANIQKIKEQHQELERLRTSGSEDKETDDLKALLYDEDKHAHVCKVCFEAA
TAAVLLPCRHFCLCQPCAVACTECPLCRSGISDRIVTFAS                                        
>Smol_XP_002964399                                                              
MGAGFSKEEQLYQAVHNGNHQLVKSLRRDGASLEFLDKEGRTPLILACARQDLFDMVVTLLNLGANINAYRPGSNGGFPL
HHAAKRGLERTVILLISRGADPLCINDDGQTPLDMARLRGHTSIVRIIEASERAKILFILTRKLFQDRIALFTGMIREVS
GPGLLEVFVPQWVTKKVWVAVVPVQANQRHPPRHELAIYQSPKVAAPRTVISLWKADLEEPKWNTGAPVLIVTERATKMK
YKFLSEADGDTAQLEKLYRACRGIPPVRHHPSFSFCPSRLRCFFSCQVVPAMGYPVPPLPDNQDDVALAMALDASLQSAG
ANGGWGDQPGIDGSSSSTSSYNGWGTPEPGQSSSEASVATPAAPEEPPSAPPLPEDDFVVGPIHYPSIDTSPVTNPVPVS
SVAKASTATAATPVAETEKAGGQCVVCWDAPAQGVCIPCGHLAGCMGCLQEIKNKKWGCPVCRSPIEQVVKVFAV     
>Smol_XP_002964226                                                              
MEDDSKRKWDDLSGDEGASEEDDDLDSDDEEMAGRAAYEKLLPEAKDQVGDAKPSLKDMEIKICCVCRARVTGWVGLMAH
ARTFKKKYVAQHRGYHKALVEVIDPKPQDRGKKVELAEARVSSRVLLEDHKKVVWPPVVLVDCSSVEQARSLIEESVIDQ



IERVCEGFLVVCKKIPLALTLLRCLMEPCKVLQPEDMARIDPERKLVDWCAMSLDEAASYMKDLNMDDEKLADNVKAQKL
QSWKLEVAQGKTTSLNSNLASLLKLREDKLTELRQRHQPGDNSEALKLEIQRKMQLFEEQLNHKEKQTAHQMVLRRAKMV
RQRNEALKQKQHLERLLRKQAKQTSEKMEQLKGKQQRDEEEQRKCLEKIESDFRGEELMLITQHENELKQLQEAVEKETK
MALDELLDKQKRAKQEQQNSPKECIVCTRQFSSELRRAVLVPCGHYTMCIECCSGIWNLRKPKCPAKCPVCRMVIELKPE
VTYE                                                                            
>Smol_XP_002963691                                                              
MPGLAGIEDGRGSTLDEKIATMIQLQQKEGGEAPDKQSVDAEFRRGLEELVRDHFDNCMALASSSTSNSNREDLDFQLQC
DGCGSFDEEEGNRNSGSNAESQEGRVDDDFTGRPSQILRRWYDRQAQNVITTMERQARQAELLALAGLHAVSMLDSSFLR
DSVPPPSSGERLDHQRRPSPLLEMWRGLEDERSVGRGVSRRVASSEAEREDATATVTTTAETPSPDDGAEQTPASRVGEI
PGSFEASRDDETRQVADDGGGTSRQSVRQIMNRWLNERVGTDDQINQSRREQNELLDLNERERVRQLAREWLRPTAPREV
SGTDDTTTNESWESQRRRDRQLILDLLIRTERERQQELEGLSENRVVSRFPHRGRLQSLLRGRFLANGGRHEEEERHISS
AARELGQLRQRRAVSGLREGFRSRLESVVRVQATNLEDSPETSDEHDRTWTAARRMNELEEATAYNVELRELLGRRSVTN
VLASEFRERLDQLIRSFIHRQVPWPVENNNAAAQPQNDVAPEAQTERPEQRPTIPPPPPPLPIQRLWQQEFVHGQWPRPS
SSYMVWDNASQLRADISYLQQGLGDLQRMVETIVDMQMELQRSIRQEVAGALQRMYSAGKGLPERSSDGSQWIPVKKGTC
CICCDKSIDSLLYRLAGSHRCGHMCTCLRCANQLKNGGSKCPMCRAPIVEVIRAFTIA                      
>Smol_XP_002963644                                                              
MGGGQSKEEQLYQAVQHANHTAVKTLRRDGTSLEWTDKDGRTPLILACTRSELFDMVITLLNLGASIKAFRPGSHGGFPL
HHAAKRGLDKTVILLLSRGADPLAVNDDGQTPLDMARSRGHVSVVRIIEDRMCLFSGVLREISGPGFLEALAPQWVTRKV
WAVVMPSAQARRLPRYELVIYQSPKVSLPRIIIALSKVQIEEPNFSLADPVMILTDRSSKTRFKFLSEFEGRKPQLEKFH
RACKGIPYQQVVVCPPVRKVSSPPHSKTEIPEDVALAMAINASIHSPPKAAKRRGPLSRNRWSLDSDNSNSTSNSSCWGS
PEAGPSRATSLPLQQSPSPPPPPYEQRTRVESFWQTRPVATKPPVRNVPVKDLSAPAAPPGAGTGGTGDEKASGQCVVCW
DAPARGVCIPCGHLAGCMNCLMEIKEKTWGCPVCRTSIQQVVKVFTV                                 
>Smol_XP_002963397                                                              
MGGDFSKPDPHYDSYDASPSPRVQPTSPPKAKIHRRFSTKYSHIADNFASIEEVQQELRRTGLESSNLIVGIDFTKSNEW
TGRITHQGKSLHAIGDGSVPNPYEQAISIIGKTLSDFDDDNLIPCFGFGDASTHDNYVFSFYSDHRPCHGFEEALARYRA
IAPHVRLAGPTSFAPIIEAAVRIVEQSGGQYHVLVIIADGQVTRSVDTEVGQLSPQEKSTIDAIVTASNYALSIVLVGVG
DGPWDMMKEFDDNIPRRAFDNFQFVNFSQIMSKKLPLHKKEALFALSALMEIPAQYKATVELEILGRRSGTATSSLPLPP
PVQVLQADSQFHVEPSSSGYYPPAENYYTPPGFSPTAPRGVDLPESQVCPICLTERKDLAFGCGHQTCRECGASLTNCPI
CRQEISTRIRLY                                                                    
>Smol_XP_002962168                                                              
MHSDESVDYGKENISVTVRFRPMSEREIHRGDNAAWYVDGDIVRSEFNPSVAYTFDKVFGASATTRNVYDTVARNVVRGA
MEGINGTVFAYGVTSSGKTHTMHGDQNYPGVIPQAIKDVFSIIQETPDREFLLRVSYLEIYNEVINDLLDPAGQNLRIRE
DAQGTYVEGVKEEVVLSPSHALSLIAAGEEHRHVGSNNFNLFSSRSHTIFTLTIESSLRAQGPDDEVTLSQLNLIDLAGS
ESSKTETTGLRRKEGSYINKSLLTLGTVIAKLSEGKASHIPYRDSKLTRLLQSSLSGNGRITLICTITPASSNMEETHNT
LKFAQRAKRIEIYAAPNRIMDERSLIKKYQKEITKLKQELLLIKRGMTERPYATTNQEDLLTLRQQLEAGQLKMQSRLEE
EEQAKAALMGRIHKLTKLILVSTKNNLSGSFPDAAHNRRHSFAESEERYDEQSDLDTSSFPPDRCTDSCSIDLGNGQEHF
NICLQDIADQIDLTREQVKMLAGEIALRSSSLKRLSEQAANHPDDFQVQIGKLRDDIEDKKSQMQLLEQRITELGERSSY
PEMSQAIEKLTSQLNEKAFELEIRTADNRVLEEQLQSKVTFWFLKASHQKIVLGPQTTNCLIEANDAGERLCAEKAIKTV
VSHQENYPKKKETEDAEIEVVSQERSRLSEENNCLQMKNVKLEEEACYARDLAAAAATEIKDLTEQIKKLVFQNTRLSNE
ALSITCQGKTGRISVSSVDRRLMIPYAVQALKEELRSKREKQAYLEQTVSEKQALEKELKRKLDESKQREADLENDLASM
WVLLAKMKTNDPPTSGPVQDVVEITECRPERNVSTAVAPISPQSVESAANIQKIKEQHQELERLRTSGSEDKETDDLKAL
LYDEDKHAHVCKVCFEAATAAVLLPCRHFCLCQPCAVACTECPLCRSSISDRIVTFAS                      
>Smol_XP_002960269                                                              
DEKLSNEQPSVDHRPAEGSHSSPGDEQLCAICLDAPKDSFFDPCGHCATCYACGERIKASGNAICPICRENIRTVRRLFV
S                                                                               
>Smol_XP_002993727                                                              
MRGGIASSWVEVGVGGFSSVMPPTLRSMPPPPHRVMSGARVLRSLRKLAAYCSLMAFSCLLVVKLGPSTSSAPPHRHDLF
FHLSWWWVFLPLWVFHGIVSRGRFSVPAPSPPHDRHWAPCHAVVAIPLLVAFELLLCSYLHSREVYAEPLLSLKLVFVPL
LGLELLILIDNFRMCRALMPADEESLTDDIIWETLPHFWISVSMVFFVAATVLTLLKLTGDFESLGWWDLFINYVIAECF
TFLVCTKWTNTSIRGSLSSSSSSSSKPLERDESLCSASSTSIVLEDEGVEAGFCGKEDIGGHLLKAPVLISQILLCMKLE
GTPAGAVNIPVGVVLMPLLVVQGLAILLTVLRVVERLLVLMHVGDESQSSLNIFSQVQEFFGFVHHGSRLLGWWSIDEKS
KEEQVRLLSASSSGYYTFTGPPPDVVKKMARKDLAEEIWRLQAALGEQTRIAKHQQHEFDRLQSEKVLCRVCFERDIAVV
LLPCKHRVLCSLCSERCKHCPICRSYIGDRLSVYDV                                            
>Smol_XP_002989588                                                              
MEDDSKRKRDDLSGDEGASEEDDDLDSDDEEMAGRAAYEKLLPEARDQVGDAKPSLKDMEIKICCVCRARVTGWVGLMAH
AKAFKKKYVAQHRGYHKALVEVIDPKPQDRGKKVELAEARVSSRVLLEDHKKVVWPPVVLVDCSSVEQARSLIEESVIDQ
IERVCEGFLVVCKKIPLALTLLRCLMEPCKVLQPEDMARIDPERKLVDWCAMSLDEAASYMKDLNMDEEKLADNVKAQKL
QSWKLEVAQGKTTLLNSNLASMLKLREDKLTELRQRHQPADNSEALKLDIQRKMQLFEEQLNHKEKQTAHQMVLRRAKMV
RQRNEALKQKQHLERLLRKQAKQTSEKMEQLKGKQQRDEEEQRKCLEKIESDFRGEELMLITQHESELKQLQEAVEKETK
MALDELLEKQKRAKQEQQNSPKECIVCTRQFSSELRRAVLVPCGHYTMCIECCSGIWNLRKPKCPAKCPVCRMVIELKPE
VTYEKSLARQLSELTQVKQEQENSSETTFGT                                                 
>Smol_XP_002988476                                                              



MEDFGQKVDLTQRIREVLLNYPEGTTILKEMIQNADDAGASQVCFCVDRRRHAVDSLVSPPLAQWQGPALLAYNNAAFTE
EDFQSISRIGDSKKRGQAWKTGRFGIGFNSVYHLSDLPSFVSGSHVVFFDPQCQFLPSVSSLNPGKRIDFVASTALENFP
DQFSPYCVFGCDMRRPFGGTLFRFPLRSAEQAATSKLSKQSYTSTDMLELLRDLYHEIVQVMLFLKNVERVEFYEWSAGS
SSPTLLYSCAVRLPTSEIRSHRQLFLRLSKGKDAAASEETKDVFRLELVTNAYTGADSGKESLSSFLISQAMGSSASRIG
ALATNAFKSYGLRLLPWASVAASILPGKVSIYCLLVEGRAFCFLPLPIKTGMPFHVNGYFELSANRRDIWHGSDMDRMGK
LRSDWNQCVLEDVAALCLRQLLLEARKLGPGATYSSMWPLGNSGAPWIKLVQHFYRSIAAEPLLHSRVAEGKWLSPMGVL
FHDEEYEKAEVLADALVADGLPLVRLPKPLRDAVFKFCDAEFKVVTPFSVRTHFLKSKRQKGPAERSHLFAILDYCLSDL
VDEEAAEHLRRLPLVPLQSLGTGRFALKGEECSYFLCTALEIRLFKGIPDKLVDENLPPGLVARLNNIARTGRSNICLID
DTTLAEILQYVLPPEWKNGGEVRWQPGLRKQPSKEWLGFFWEHLAAQQRDLSKLQQWPILPTTTGTLRRPVRFSGILKGG
KISSSLEGVFIKAGCLFLDTQVTLDHPQLSRYVLDPTVAEVLDAIGFSAANNLSKLAESFTALSGLERRELRAFLYDVCW
GSRNEMNESRLQIFKTLPIFEAYRDLGTRDLVFVSLEGGKKFLPPSGVDETLLGPDCLHSSGSREHEVLTQLLDVMQLKK
ADFFKWRILSDISNLPTELRDLSMLQILRELPELSVEDRSLVGILKKLSFVPTGAGKLRAPDALYDPEIPELVSILDSQQ
FFPSPDYSSPDVLQSLRHLGLRSSVTPDTILASARAIEGLSASVPDQATLRGRVLLSYLDKNASKWLQEAGTNWILSILQ
GEKDSTLSKFWSELANICWCPVLLEPPHDQMPWPVVSQSLAPPRLVRLPSDIWLVSATMRILDGQCDSPGLCQRLGWNSK
LSGNILAAQLLELGKGDNFKLRKILATTVPKIYSMLSDMLGSDEMEIVKAILEDRSWIWVGSRFAMAREVVFDGALHLTP
YLHVVPADLAAFKELFLELGVKESLDPAGYSTILAVIASEKCGDPLDSRQLAAAIWIVQHLADTNFGEQGKEIVIPDCDG
ILLPSSQLVYNDAPWLVASKDIPNKKLVHSKISNDVAEKVGIASVRESLLAKSADFVDLGLHGGMEAFGQSESLTSRLKH
IVEMYADGPGTLFELLQNADDAGATEVSFLLDKSSFGTNSVLSRQMADWQGPALYCYNDSVFKPEDFYAISRIGQNSKLD
KPSAIGRFGLGFNSVYHFTDVPSFVSGSTIVLLDPHAGNLPGISPAQPGLKINFVGKELLKQFPDQFESFLLFGCDLQKP
FLGTLFRFPLRTTVTAARSEIKQDPYQPEDVVTLFSALKKSAGEVLLFLRHVTSIKLYVRDGLHAEAQEIFKVHRENADY
QETSLYEFVTGNTRQKYDKEQFVKRLEKTADKQLPWCCGKIRIEVAAPDDNSSSSWLICSSVGGGNAKEFAISPANRSRG
FVPWAGIAARMSEDGSNEVKEDERGPVSVEGRAFCFLPLPVVVGLPIHVNGYFELSANRRDIWYGGDMVGGGKLRSQWNS
FLLQDAAAPAYARLLHRASRELGPSASYSSLWPTQSVGEPWKQLVTQVYKAVIDLEVPVLFTTLRGGKWISAKQAVFPDF
SFPEMTELGNALVEIGLPLISVPEAVTTRFREVCPSLKFFSPRLLQRLLIASRRTLERRISILALKYSLSDVQSSADESK
LYGLALVLLSDGSFGTLNSRSTGEKIILAGGDDHRLLKDALPHMLVDPEVGEDISLKMTDMAANAVSNVYVMTPLILQEL
LPLVLPLEWSGQDIVTWTPGTRGHPSTDWMLLFWHYIARHRESLSNFESWPLLPTTDDKLVRLYKGGSIIVNDGWSENMT
SLLQKSGCFLLKGDLPVQLRDHVQAASAHGILLAFFAAAGGNLKMVPTLLRDCSAFEVRELRHFLFQEKWFALGQMDAVQ
LQVLKMLRLFESGGDFICIAESEQLIAPDGIDGQLLADMFIQAETGKEEHILQTYLGLKKVDKKDYFASYFVDCIKQVSE
GDRMKAFLKVSKELALFIGEMEEAALASLSQLAFVPTGSNAIEAPERLYDPRISELLTLLDRKAFFPAHEFQAADLLDVL
VVLGLRKSLKQEGLLDSARSVGMISATDDSEASRRGKALLAHMDGLAVSDESVPVVGTSLSDIDSHFWVELSSISWCPVR
GTSPNQLLPWLPGQLPLVASPKLVRPASDIWLVSGAMRILDGDCSSFLREKLGWTQTLKANVLAHQLIELSKRYSRDVLD
EETTLTLSSSVKDIYKLLQGFSKSDEMLIIQSMVEGHAWLWIGDGFIRAKEAAFDSPAHFYPYLHVLPVDFLEFKELFTK
LGVRETFSAGDYVSILERVAADVKGDALSPEQLTFVLSVLGTLSEVLETADRSIYESILIPDAASQLVPAKALVYNDAPW
LSEDGSQAGGLRLVHPDVDNNLARQLGARSLRYLSVVDQEMTSSLPCLGIGKINELLAKFGAGGDEEMLLFDLLEVADCC
QARKVHFVYDQTDHPKQSLLQPNMSDFQGPALLVAFEGVNLTTEEICSLHTSPPVKFHGRACRYGTGLFGSYQITDLLMV
ISMGCLYLFDPSGQVLAPALADGRKDPTGNPIGKAFSLQGTGLSERFSDQFHPFNLNEELSLDSTSVTFFRLPLHPGKAN
IAEKVPNMFHSLKKYASTSILFLKSVEKVVISEQTIIEPFHEVFSVSVGSAFAALRHPFQEKNWRKFQLSNFFGSSNTVT
KTHTIDVFLKEDGNTRMTKWLVVQSLSSGQTRDMALDRRYLHYQLTPIAGVAACISVDGRMIEEAVCSHNSILCPLPVTL
NFNIPVTIFGNFLPFTAGGRYCFDESLGEYPVKVGMLGSHSGPGFSDDILRATWNRQLLSCVSHSYIELLQELQHLQLIG
QAGSSEGSSSWSFYSLWPRSAAATSSNDSRCLAKWLIKPMYARLVDMPLWELHGGSGMVKYSDGVFVAPSGQGVAPKASV
SDFLKSHHRIFTVPWELGKEVEGAVGVPMKELKPQALRALMKVPSVAAAVQSLTTQIDLLEYCCMDAVQQSFDVTTEGGV
PDDLELSNTVLAELKGVTCPTANEFMVKLGTLEVWVASREEQLLLPACMKRFLHPLCLERPLLAALFYNKAFQRRMNLRP
FSPQVIAANIWTVLPRSWASASTPSVDWNQQEPSAEWIRNLWTNVDPTSVEDLSLLSAMPLIPATIDSRNALVRVGQSKL
TFVPPLTLSTDEETNGDFSKACARALAEVDEGYPWLVSVLGKLGVPVYHSDFTDCRALQCCLSEPGNPLVDIVVSKFLAL
EQAGFWLAREASLSPDECKELYALVATVALYHDPDENSLSSQELSLLQSLPIYETIRGSYVKIDPAVYYTVSSETFIQPD
DEHRLSGRGDAFYQLLGVPNLGNTGILVRYALPNFNQLSSSEQEAVMAYVYRDWDNIKDSAVVNALRSTKFVTSASTVPT
NLSSPQELVDPENVLLKQIFAEERSRFPGGKFGTSRWLHILRRCGLCSLKDPALILECAKKIEELGKRDLHSDRLAILKI
ETNGSSRNVSDAVWSMAGMLVEEIMNNFAAVYNSNFCDKLSKIAFVPAENGIPSVAGGSPNRVLASYNEAILVKDWPLGW
TCCPVLFRPNSVPPQFAWGALHLRSPPLISVVIRHLQAVGQNGGEDVLARWPNGKGSRSVEEVFGEVLSYLSTAWDGLSD
SDKKELSLHAFIPVANGTRLVTASSLYTRLGMDLAPYIFEAPRAYLSYVDILSALGMHYDPTVPAMVALLVQLQQTSGFH
HLNPNELQAVLSILRFIWETSKKSDLRTVDVVVPDETARLVHASACAYVDAAGARLVENIDTTKLRFVHPSLPVALCDVL
HVKKLSEAVLEEIDDSEPLEYVDSLGEYSLSAVKAQLGSKAFACSVQSLLRGPHQITEQHILDTLQAACEKLKFVRRLRT
RFLLVPSLKDITRAGQHQAFLFISRSQTTLLVAEPPTFIALPDLLAVLVSRLLECSVSLPLGPFFKAGVGDKLDQVARII
ATGSEADRQGRDGGVEALLGSSVAPVDARALQFCPLRPFYRGEVVGWHRDGQQSQLKYGRVVEDIRAPAGQPLFRIHVET
SPGQVEILSSSNILSFKSTGGGSSASSEQAAVVLGAAGESSEETTMGKGPENLSTSRHEKNEAAILGVAGYAQAITDILT
SLGLPLTLERQSLLEHTLSLQEQLNSSNASLLSEQERADAAVQEAETLKSSWTCRICLNSEVNSLLVPCGHVLCHSCCSS
LSRCPFCRQFVTSIHRMFRP                                                            
>Smol_XP_002981845                                                              
AAAIPVAHHQKANTIRNDVNLRKATLRIEKDEENPGFYLVAFSFDATVPGNICIFFVAKEGVNCSLTPMKPQVFDPVKVP
FDKGLGQKFRQAPGTGIDLSLFEDEDLAQEGQDETYALVVRAETYSRDPPADAPSRDTEPLGAPLPKWVHSQTTHAVVER
KDGGEYGVRVIKQIIWVEGVRYELQEIYGIENSGGGSGANFDDSGKECVICMSEPRDTTVLPCRHMCMCSECAKVLRFQT
NRCPICRCPVERLLEIKVPKND                                                          



>Smol_XP_002977163                                                              
PVPVPEYQTANTVRNEVNLNKGTLRLERDVAMPGNHVVAFSFDATTSGSITVFFLSKETSNGSVASLSKMFPAPTRHHFK
SGLGQKFKQEAGLDFSLIDEQDLSQLGTDNVYPLIIRIETTPKNPPPDAAESPEPTYAVIRKIERDGDEGELQVRVVKQI
IWVDGVRYELQEIFGIGGSEASNNSSDSSGKECVICLSEPKDTTVLPCRHMCMCSDCANVLRHQTNLCPICRCPVEELLH
I                                                                               
>Smol_XP_002977015                                                              
MILVTKRHGKSFKESLKSLEADIQHANTLASEFPRGYDGACLQMRLSYSPAAHFFLFLVRWTDCSLAGALGLIRILIYKV
YVDGTTTMSTHERKASLREFYAYIYPSLQQLQGGITEVEAIKQRAACLEKFKRKGDEERGRMSDLDVEREQECGICLEAN
SKIALPGCNHAMCIRCYREWHSRAQSCPFCRDSLKRVNSRDLWVFTDVSDSQDMEELSRENLQRLFMYIDKLPLLITDSL
YTIYDSHIK                                                                       
>Smol_XP_002974913                                                              
MSSKRKRDEEKKRMDLWKAMRDSSVERLAAVIASARTEFGDQLDDLCSDAEGVLQRLLREGRATGTHRKITLRERLLLAD
IEASSQQQPLLPQETSTAVPRENCSGNSEIVPAATAADAPPVIQAVLTLVRPASTTEIQQQSNPEVAGGEGASLAAQPLS
GNQNTTSGRRLLSALLWEERNLDGPDQGLTEGWVAFGVTAPIHFDHSRSQSVASELNRVGFHRPSASLDAPPEAAAAAAA
AAAAAAAPTRSLSSFMTSTPSSRDASTATVPETPMRVSLMSLLREAEEGGSGIIFMNRQMIDRNSGGGGGGGAGGVAFES
PAKEATGLTGGGGSNVVTGDGITMEQTCCVCMGRQKGAAFIPCGHTFCRRCCKELQQARGSCPLCNKEISDVLNLY    
>Smol_XP_002974780                                                              
MPGLAGIEEGGDRTLDEKIATMIQLQQKEGGEAPDKQSVDAEFRRGLEELVRDHFDNCMALASSSTSNSNREDLDFQLQC
DGCGSFDEEEGNRNSGSNAESQEGRVDDDFTGRPSQILRRWYDRQAQNVITTMERQARQAELLALAGLHAVSMLDSSFLR
DSVPPPSSGERLDHQRRPSPLLEMWRGLEDERSVGRGVSRRVASSEAEREDATATVTTTAETPRPDDGEEQTPASRVDEI
PGSFDASRDDETRQVADDGGGTSRQSVRQIMNRWLNERVGTDDQINQSRREQNELLDLNERERVRQLAREWLRPTAPREV
SGTDDTTTNESWESQRRRDRQLILDLLIRTERERQQELEGLSENRVVSRFPHRGRLQSLLRGRFLANGGRHEEEERHISS
AARELGQLRQRRAVSGLREGFRSRLESVVRVQATNLEDSPETSDEHDRTWTAARRMNELEEATAYNVELRELLGRRSVTN
VLASEFRERLDQLIRSFIHRQVPWPVENNNAAAQPQNDVAPEAQTERPEQRPTIPPPPPPLPIQRLWQREFVHGQWPRPS
SSYMVWDNASQLRADISYLQQGLGDLQRMVETIVDMQMELQRSIRQEVAGALQRMYSAGKGLPERSSDGSQWIPVKKGTC
CICCDKSIDSLLYRLAGSHRCGHMCTCLRCANQLKNGGSKCPMCRAPIVEVIRAFTIA                      
>Smol_XP_002974733                                                              
MGGGQSKEEQLYQAVQHANHTAVKTLRRDGTSLEWTDKDGRTPLILACTRSELFDMVITLLNLGASIKAFRPGSHGGFPL
HHAAKRGLDKTVILLLSRGADPLAVNDDGQTPLDMARSRGHVSVVRIIEDRMCLFSGVLREISGPGFLEALAPQWVTRKV
WAVVMPSAQARRLPRYELVIYQSPKVSLPRIIIALSKVQIEEPNFSLADPVMILTDRSSKTRFKFLSEFEGRKPQLEKFH
RACKGIPYQQVVVCPPVRKVSSPPHSKTEIPEDVALAMAINASIHSPPKAAKRRGPLSRNRWSLDSDNSNSTSNSSCWGS
PEAGPSRATSLPLQQSPSPPPPPYEQRTRVESFWQTRPVATKPPVRNVPVKDPSAPAAPPGAGTGGTGDEKASGQCVVCW
DAPARGVCIPCGHLAGCMNCLMEIKEKTWGCPVCRTSIQQVVKVFTV                                 
>Smol_XP_002974682                                                              
MGGDFSKPDPHYDSYAASPSPRVQPTSPPKAKIHRRFSTKYSHIADNFASIEEVQQELRRTGLESSNLIVGIDFTKSNEW
TGRITHQGKSLHAIGDGSVPNPYEQAISIIGKTLSDFDDDNLIPCFGFGDASTHDNYVFSFYSDHRPCHGFEEALARYRA
IAPHVRLAGPTSFAPIIEAAVRIVEQSGGQYHVLVIIADGQVTRSVDTEVGQLSPQEKSTIDAIVTASNYALSIVLVGVG
DGPWDMMKEFDDNIPRRAFDNFQFVNFSQIMSKKLPLHKKEALFALSALMEIPAQYKATVELEILGRRSGTATSSLPLPP
PVQVLQADSQFHVEPSKPGTFHCSGQTLQMNALGFQVCPICLTERKDLAFGCGHQTCRECGASLTNCPICRQEISTRIRL
Y                                                                               
>Smol_XP_002973403                                                              
MVPPQVHQKAITIRNDVNLKRGTLRLEEDKENAGKHLVSFLFDAAVPGSASILFLAGPGPNFSLVPLKPHLFRPQRVTFD
KGLGQRFCQLPGSGVNLSLFEADDLSKDGKDEVFSLVVRLESMPKEQSSDASLPVGGPLPRSIHAQTTYVLLERKASGQY
GVRVLKQIIWVEGTRYELQEIYGVGNTGDGHPDKHAGRECVICLTNRRDTALLPCRHMCMCSECARILRFQTQRCPICRC
VVDKLLEIKVPRAEDDDLENRLD                                                         
>Smol_XP_002972058                                                              
MVCALWSLSPNKERNEAHALFAAIRKGDVGGVRNVAEQHPHLLNEARSLRRLTPLHLAASIGQLEVLIALLERGADAEPL
DRYGKTPLMLACKQKKWACAEWLLDRAGANIIVFGSSRGRTCLHYAAKGGNSSCVQKILAAADSSTWGLARFLNAQDRSG
ITALHLASLSGHAAVVQELLSNGALVSARTIPYGQINELGGGMSPLHAAARGGSVECVQALLSWGADRRHRDNEGFTAYG
VANEYHNFACAALLNPNAAEPLELAASGSSSIKDEDVCCICFDHLCTIQVKDCGHQMCATCALKLCCHGSSSSSSSPPGA
LACPFCRQDIASLVLAPSSISHGCRDEQQQEMEGGDAPPPPNSSGLNKGKEVSIRGTLALFSMDRDEEERPPSGWPLGLE
PVHLRKRVLDTLVDEDRDPSSNTMRGTAGGAKISTTSYSDETSNLETESSCSSKFFPDDKPVTLGEILGMSLNHLATSSF
RSIELHVAEQPSSSRSSTRSWSSPWSLMMRCKCTRASTASSRFEDDIPMPGRIYTNSMFEEDGDQHSDGGHDRDPVSLLD
HLRGSALHDIAENPLFLLDYVATRQQRRAS                                                  
>Smol_XP_002967634                                                              
MGAGFSKEEQLYQAVHNGNHQLVKSLRRDGASLEFLDKEGRTPLILACARQDLFDMVVTLLNLGANINAYRPGSNGGFPL
HHAAKRGLERTVILLISRGADPLCINDDGQTPLDMARLRGHTSIVRIIEASERAKILFILTRKLFQDRIALFTGMIREVS
GPGLLEVFVPQWVTKKVWVAVVPVQANQRHPPRHELAIYQSPKVAAPRTVISLWKADLEEPKWNTGAPVLIVTERATKMK
YKFLSEADGDTAQLEKLYRACRGIPPVRHHPSFSFCPSRLRCFFSWQVVPAMGYPVPPLPDNQDDVALAMALDASLQSAG
ANGGWGDQPGIDGSSSSTSSYNGWGTPEPGQSSSEASVATPAAPEEPPSAPPLPEDDFVVGPIHYPSIDTSPVTNPVPVS
SVAKASTATAATPVAETEKAGGQCVVCWDAPAQGVCIPCGHLAGCMGCLQEIKNKKWGCPVCRSPIEQVVKVFAV     
>Smol_XP_002967442                                                              



DEKLSNEQPSVDHRHGEGSHSSPGDEQLCAICLDAPKDSFFDPCGHCATCYACGERIKASGNAICPICRENIRTVRRLFV
S                                                                               
>Smol_XP_002967004                                                              
MSSSSGIASSCDAIPGKKSKGKRKLGENGTILRKRGDRSRELEDGSGGGEAGGISRGVDGVSWCQYRESSDWGEYTEAQL
ENLVLESIKVTIETGVRKLVAMGYSAEEATDAIVTSGNYVRFSGTIEIAEGHLKKGGGGGGRKKVPAGEFSVEEFERLAL
AKMIGAVRSDRPSLSRPDALWCLLVSDLDVVAAIKDLESIDNALSSSSSHPESPHLSSTPQRPTCDFSSDDEDELDMNEE
LRTECLSACTELSPALTADPRYLELKPVTSESDIPRGIDVVNRLFESLDSKSKAIKELEEKVTDLDRQLEERTEWARAKV
LQAAQRLSKDINELKKLRAEREEAFRASESNKKKYLELESSFQKLTSQLDQAKVGFQKVEAVNAELRAELEATKLSASES
FESSVKASKQERKLLKTAQNWEKQRAKLQEELSTERRKLSKLQEQMAQTKEIQHQAEDRSRQDKKAKDEALFRLEAEKLA
REKAEAAAKQRVERIQRKSEADLRAHRDEIHKLEQEVCKLKFGASELSLLDLSEQDAVPMAWGVRRDRECVMCLCEEISV
VFLPCAHQVVCVKCNDLHERKGMAECPSCRTRIQQRVRVYNGAN                                    
>Smol_XP_002961004                                                              
MSSSSGIACSCDAIPGEKSKGKWKLGENGTRLRKRDDRSRELEDRSGGGEAGGISRGVDGVSWCQYRESSDWGEYTEAQL
ENLVLESIKVTIETGVRKLVAMGYSTEEATDAIVTSGNYVRFSATIEIAEGHLKKGGGGGGRKKVPAGEFTVEEFERLAL
AKMIGAVRSDRPSLSRPDALWCLLVSDLDVVAAIKDLESIDNALSSSSSYPASPHLSSTPQRPTCDFSSDDEDELDMNEE
LRTECLSACTELSLALTADPKYLKLKPVTSESDIPRGIDVVNRLFESLDSKSKAIKELEEKVTDLDRQLEERTEWARAKV
LQAAQRLSKDINELKKLRAEREEAFRASESNTKKYLELESSFQKLTSQLDQAKVGFQKVEAVNAELRAELEATKLSASES
FESSVKASKQERKLLKTAQNWEKQRAKLQEELSTERRKLSKLQEQMAQTKEIQHQAEDRSRQDKKAKDEALFRLEAEKLA
REKAEAAAKQRVERIQRKSEADLRAHRDEIHKLEQEVCKLKFGASELSLLDLSEQDAMPMAWGVRRDRECVMCLCEEISV
VFLPCAHQVVCVKCNDLHERKGMAECPSCRTRIQQRVRVYNGAN                                    
>Php_XP_001784785                                                               
MSSRYSVIHDNYKSLEEVQRALRDNGLESSNLIVGIDFTKSNEWTGRTSFGGRSLHVIGHEQNPYEKAISIVGTTLSPFD
EDNLIPCFGFGDSTTHDKHVFSFFADHRPCDGMKEALVRYRAIAPHVRLAGPTSFAPIINKAVDIVEESGGQYHVLVIIA
DGQLEGPQERATVDAIVNASYYPLSIVLVGVGDGPFEMMKQFDDNLPNRVFDNFQFVNFTEIMQRWLPQQQKEAKFALAA
LMEIPLQYKATVELGLLGVKRGQSPGFRSLPPPSWGLQMDGQAYDPRTGAPQSQSFSRMDSQNYGQTPDAEDMECPVCLL
ENKDMAFNCGHQTCGQCAQSLTHCPTCRQPITTRIRLY                                          
>Php_XP_001784062                                                               
MNPRYSMINDNYRSLEEVQRALKDNGLESSNLIVGIDFTKSNEWTGRVSFGGRSLHAIGQEQNPYEKALTIIGTTLSPFD
DDNLIPCFGFGDSTTHDKQVFSFYSENRPCDGMEEALARYRAILPHVRLAGPTSFAPIINAAVDIVEESGGQYHVLFIIA
DGQIEGPQERATVDAIVNASYYPLSIVLVGVGDGPFSMMKEFDDNLPERTFDNFQFINFTEIMQSRLLPQEKEAKFALGA
LMEIPLQYKATVKLGILGTRRGQSPGVRPRPPPPRVLQMDGLGYGPSPGSPQTPSFTHMDSQKYGRSNNPQAPSSIYSED
AECPVCLLDKKDTAFNCGHQTCQYCAQALTNCPICRQPISRRIRLY                                  
>Php_XP_001781892                                                               
MSFGEVGEWETSGDLVFARDDYCEVFVIATVKDWYSTNALDSRRRKFEFPLMIWVDQWGAGKYLARLWEKGIAGRALLKS
RLFWSQFISVSAHIKVRAHRNAGSSGALESGSRSAQVDIIPDDSCDICMGEDGACDIWFSPCAHKACASCVQKMRIANVY
KADKGVKCPFCRQLIESYLDSPPLQHPAYSPFPPESASFNLVTGRNPEQVSKAVAETSVKKPYGRGGIVSIGGGNDYIPP
KGVTGSDGGGLRSSTRMDDLLPGYVVPPLKDTDDIVSMAMDRTVMFRSQRDVWRVYSNDQLDSIRHASGARHLDFMLRDG
YPKRHKVAKLCREMLTPFSAKLAVHASGNYVLQRMLEYAATHRGEGGNTESFFTSIVRSFCLDKGLVMAAQDHRGTFSVQ
KMVVFVLYPRPGVYVDEITVVFAGNLVSVKGTEEANLVATCIQGSVDMEMLSFRLVLVGNARVGTARARSIWSLCFRAIG
NPPSHVEAMITSLNPAPGKKARVPSKVAMKILAQICEEMHTDSASLACIAKHQVSGLMLVECIRWALPQPEALTAAVSLA
KLSSDLVGFKLSHRTLQGVLSLEVKEVAEHVIQGLQGHYVELASDTIGFGFKLVRACLATPCVGEDMRLLVVNELLDGVI
YPSAHHSLIDNTAGCEMLAFGLCLLSRRILDERLDKMIMFLEQDKCLVFRDRVETMRKHFFNETPPPNIQLVPASASPAS
FVPSVTRVCSLDLSSSNSGNDVGCNSLSGYSRVFQGQPMSDPWSEEAPPGGVFSLEHVEKPLTRVGSMPHVRPATSSSRL
ASPEHNYTGESSGVENSTSNTMGSPSGGTLGGRGSSNQSGSSTHTPPQLRDRNVITVPGHNGVGSSHSQLSSLEGRSGSF
APSHLLRSNSINATSPPGLSGLSNEILLPTSSEFGNGSLTSSSSRNAHSLLPYGSSDFLDYNSDPVESPTYAGPKKTSEQ
DVLSEAAKSSGSQRQPGICAVCYRDAANTVLLNCSHMCCCTVCSRAVKLCPICNNKVTNVIDIRPVGMPPSPSSSLPAQI
VGSNAWDMSRMANSVSSIVNNLVDVSNGAIQFREGPSRPSSASSQYQGSEPGRFEGSTVNAVNQHYPFRHFSPDQPPPGI
PVPKQSPVQSGSTVLRSTSPQTITPMNASPITSISMGGARPLFLPSDFYPQAIIGNGAAGSTFSSYSIAAPSFNQHMVPS
SSVNSAATNLNGSALNLPAAAAAVTSPIPGRRAPAPYRPPGLYRPPDLFTQPAVSAETQSNNSSVMSDFANMVPSQWRTY
Q                                                                               
>Php_XP_001781504                                                               
MESASTECTHDAASDCGWSLKKLKPHKVQASRALKLRGGPEEQDRHSRRSDVDHALIDHQQHLRRLKQSRADIAGSHSSP
PRRQRLPPDVENGLPTTAWDFSRPLTSKLVERDGSHQTGHGLTWSRASTQVGKGATTKKQHQRQSMGAAVESRRRLARGP
RSGSTIADGQAGGQSMLPLEDHRVVSTDYQAAGTQALMRVTLLAAGFVIGARGISVRLIGQVTGAIVQSWTESCRPDSIP
IRLFRIQGKKAVVQTAVALIEQAVVKYKDLCECKRRGEFVQREHVINGVEFYYQPPPRKAFANNGNELSPKAEDGPGVQL
KNHWATAASFPPHHVWLQHLQEQQQHQAQTVAAQQQKQQAHLSLLEASQGQVVKGENGVDCRGQDPSDVGHQSQVFFDWQ
PKVERQLIGLQSPDLDRSTEFVSEFELLDHGLQQSVASLEQALQQVRLEQHLLQRKRTMGNNNNNNNNMTNCNNNDSASH
LHCYQGQKLLNHKNNQIENNGLWPETTSDSPGGQQSTAASTAFHLGPSLFFFEDGGLPLPISPTEVRSVADNNCIFMDAT
PCTPFDFPHNDFLRDSLPNFPRGAARKIPECSLYEASPLLENADVSLCIVCIEHQASVQLMPCGHNLFCFSCVGGLLTCP
LCRQPIVALHPRGSNPLTPEVVGLPNDLNVSSHSEWNKVPGAYIITRSEQVQGVAVGPRYSLEACCSEFIIHSRRLSI  
>Php_XP_001779837                                                               
MDDCDLSMREAADEIAQMDEMMMDDRAAAVNRLQQIQQKREQMALLESHPVTNADAEFRRGLEELVQDHLNTCMALASCS



SPHDISRTENGPSSYTSSQGDSSRQEECDEEHFGDLQDVEDVSGESSYASTSFQTLSAERLQEELDVEDEAERERTVHSQ
ERMLDEGIVQNPSSGESPGRRQSRILHIWDTRAEEMITTLERQAREAELLALAGQHTVSMLDASFLQEAPTSRPESILER
GHRRASSLVQMWRGIVGERNVGMDRNPTEATPQHELEVPSQTPTGSTGGDADYSLERTRSGNSAIQTDELMRTRVDSQRV
WVGDEQQVGNRATASSLAAELGEMDRERVRQIVQHWARQSVVSNIEADVRGSQDGLNPWLGQNERERVRRLVRTWMETSS
QRSTYPQGPDVGRVTGDMTAERNEVREIGDTEFGRQRQEASEMVVEVLMRIERERQRELERLTELRSVSDFSQRNRLQYL
LRGRIRRGGSAEDDPRMPSSASTEIGQLQQQQAVSRLREAFRSRLETIVRGQANARSVEPDPRSQPVQERSRQDETAHRA
RPAHERMHQDEITQMAERPVQMTWSRPAVTPNQNIDLDTTVHDMELRDLIGRRSVTTVLASDFRDRLDQLIRSFVHRQIH
NPHARPLDSQATVTRTSIPIPPPPPPPPQPVYQNTPGPRRLPFRPRTIASLLMGAPSPPPPPPPPPPPPQPVSQNLPWPR
RVQQRPRVMEWETSHNGLKEDVARLAQGITEMRRTLEACMDMQYELQRSVRQEVAGALQRMYAGAGTVPEEALDGSKWKT
VEKGICCICCDKQINSLLYRCGHMCTCLQCANEIIYNSGTCPMCRAPIVEVVRAFTTA                      
>Php_XP_001779325                                                               
MGNTFGCSASGERLVTAASDGDWQAAQALLDCNPSLVKYSTFGMRNSPLHFSAMQGHNEVLTLLLECGVEVNTQNYCGQT
ALMEACRYGHWEVVQTLLLYRANMNRADYLNGRTALHFAAVSGHARCIRLVLADFVPTVPHLWSTLQPVNSDESTCTKYF
VNCAADGGITSLHLAALNSHIECVQLLLDLSANVDAVTIQDGTSIDLIGAGSAPLHYAACGGSVPCCQALIAKGANRNAT
NCNGWTALQVARLWRRHWLEPLLIPDSSVSIEPFPPSGYLALPLSSIVKIARDCGWRNVDLVPSDADPCSVCLERRCTVA
AEGCEHELCTRCALHLCSTNIVASAALNPPGSIPCPLCRRAIVSFVKLPTIMSLKDLAKVNLASLAICTTCTLDISEPDY
ARALLHKDEKRGGCRVSQFPPTHRD                                                       
>Php_XP_001776905                                                               
MGRSSGGAFDGAITSAYGSSGKEEPFGPNVSDRPRRRTMDDPPSYYNSYWNRSYSNNQRSWSTERDQRRGEGTPAKSGFF
VVFAFFSFFVSLWMIFGLYGTQELEMGMFYSRVTKANSFFVKEIKVQNLRDKGPVARSFSTRPELGSSYPEKKTIDDYVI
EKRSHKRHTYWLNKGSTLELSCTLQDPSKGSLIVAIVKGEDGFQDWKGDPANPTAALRWRRISDKGSLSFKVEEDDDYCV
VFGNLNSIKLTISIDLQLSYVVYSTEKADSVCSSQITDTCHFPLSLGHTSYVLLTSPIVDLHGVDIWKIKLSYVPRWITY
IFCWGLVAAGLLFTMAFEFRQNGSQATVTQEVTPLVSEDAAQFPAASAPVDYSMQTDENNSGTAGIPENQLCTLCLDAPK
NSFFDPCGHRCTCYSCGLRIQRGDSNRCPICRQTIRTVRRIYDA                                    
>Php_XP_001775781                                                               
MGNGTSKDEQFYHAVLCSNHNAVKSLRREGASLEWVDKEGRTPLILACTRCSLFEMVLLLLNLGANIKYYRHGTYGGYPL
HHAAKRGLDKTVLLLLSRGADPLAVNDDSLTPLDMARNRGHVTVVRMIEERICTFSGVVRELSGPGFLEAIAPQWLTKKI
WAVVLPTEIDPRRTLKFELVIYQSQKVSLPHSVISLSKAEIEEPDLSSVDPVVIIMDKNTSKDTHTLFEVVSICSLLIST
ETKYKFLAESEGDKAQFKQFLKACKGVSQTSEGPPICSTRLDRTQSTYSSTPSTTVSMCLSSNKGKKEKENRCVVCWDAS
AQGVCIPCGHLAGCMECLLKIKATNWGCPVCRSAIDQIIKVYAV                                    
>Php_XP_001774898                                                               
MGQVRAWEQGTERGHGGSVGFVLVGRADCVDWQRLEERRSGGNAGGASQNNKSVLAFQCQLEHHQDSARLHSNGNCGENK
QYRGDFFSSKDPGRRKRGNRFAKLKQCKLDARREQWLSQGSQGKQWNPEKQLQNNQLPYQNCEHHHKVGDGECMPQERAS
PSGHTRSQSLGSIGSMSERIPIFSLASQSRSSGNGSNNEVKNLKKEAPARRQDVSCRAPKYFGDEELDGGSEQKQGPKHL
RSSSDISKLRFNISGASSSYTGSGSEDHDEPHDADDDWESAFDALHIQSSQHRPEALHKCPGSDRALHSEEKEQHDRKQN
GAHHYNPHHSDMQGAQLKSDYKHRNSGFGGRRGNGGRAWRPDDVSRPPTLPTLVKQHTYPNHSGNNNHQGWGHAHGSTWE
NQQPSPSYCPICTEELDMTDSSYMPCPCGFQLCLFCYHRIASDDGRCPGCRKPYSTDVAVKLSQSSAVWLRV        
>Php_XP_001774372                                                               
MLSWGGITLCFSGAALYCLSRNTGRDALHLMSVERVNQLEDLAKLLESACTVVPWVVTVAGRVGAEAPIASEHSSLRGVI
LEKSAEQHFLKHNDTGSWIQHSALMLSISKEVPWYLEDGTSRVFIIGARNAAGMDLTVASESFEEYGGSLVRGTLDYLQG
LKMLGVKRVERVLPTGTNLTVVGEAVQDDRGLIRIQKPDKGPFYVTPQSQDQLIENLGRWSRWCQYMSFGLTLVGIYFIT
SRAIKHMLERWRREALLTRVMEAAALRKALQQEGVDEESDGVTAFPHDDNAHTAQKKDGGMPSLCVICLEQDYNAVLVPC
GHMCCCTSCSSQLSLCPLCRRHIDQVVKTFRH                                                
>Php_XP_001774030                                                               
MAVQSQYLPNVVLPDDGSNRAPAVVGNEEHPNFLTAGGINQNAFNLGKFRNPSTVMPESNQYHVFNQLAGGRQGFTSQLD
ASLPNGADKEIVANNLLGSRKRSREAEDLRSQWQQQQQLLMNTVSEFHQNTGPGSVVNPQSTGVSTGLRLTFEDDRLRSS
SPVSTSGRLEATKIFTSSIAENFGTHLQQERDEIEQLLKTQRDQLKAFLEQMRQRHSRQLVAVVEEGFSRRLREKDVEME
KVKLQNQELMERFTQLNAESYHWQNKLRTTEAMVNILRSNLHQAQQQQQAYPPSREQSKEGCGDSEADDCASSYVDDRND
AHTRTINENKELREQRTCRVCRCKDVSMLLLPCRHLCLCLGCEGQLHACPLCRTPKNASVQTFSGYRIWVIGIGLSFIRL
KRGNVDTSGKADLTAHATAVYASQGFTANQLLPIVSMINPSEDVYMHPNYFFGVVENLLHSCDPFRRYCTTMEIASSQVV
QIWLDLSRASAAPPPGSYNQWVNEGPNPVHVLIVLSSERPSASPATTVPSSIQWKAMCSSLRSRRRAHSDKFKCHLITSM
KKPVEYPRIDQIDQHSDIQRTGTLVSLSSCTPPISLAPERELEDKRCAACPSGTKKQEGQMPARQMDNNAITRNWVWN  
>Php_XP_001773053                                                               
MAQCKSYKESLKVLEADIQHANTLASDVPRDYDGACIQMRLSYSPVAHLFLFLVQWTDCSLAGALGLLRILIYKVYLDGT
TTMSVQERKASLGEFYGHIYPSLQQLQAGMSGVEDLKQKAKVHERYRKRDEECSHMSEFDVEREIECGICMERNPKIALP
DCNHVMCLSCYRDWRGRSQSCPYCRDSLRRVNSCDLWIFTDSADIEDVDKITRDNLQRLFMYIDNLPLLISESVFALYDA
YETHLK                                                                          
>Php_XP_001772864                                                               
MTPERRHNRGSSVSRVLRGEEEEAEALSLALRLSPPRWCHAIESRIGTLRSDFSQEEETVSAPLDGNLGDRARHRRSGMG
RSIGGGYDPGAASACGPSSRSELFGADVNDLPRRRGSMDEAGRQSYYESYWDRSYASNQRSWSTEQDHRRREGLQAGYGF
FAAFAFLSFFLSMWMLFGLYGNQHLEMGMFYARVVKANSIFVKEVKINFKEKGPVAYMFLNRPELGPSVSDKKIVEDIVV
DPRWHKRFTYWLNSGSYLEVSCSLKASGTGTDSLIVAIVKGEDGFQDWKGDPSNPSLALRWKRVHEKGVLSLKVEEDDDY



CIVFGNLNNRKITFSFMLDLRYVLYSKDNSDFVCSSQLTDVCEFPVALGQSTYVLLTSPVVDMQGVKIWYTKLSYIPRWI
TYIFFWGLVAVGLLFTRAFELRHVRSQVPLSQEHAPTVPEDASHYPAQASAYSLLQADETNSEKASVHENRHCTICLDAP
KDSFFDPCGHRCTCYSCGMRIRGDSNRCPICRQTIRTVRRIYDA                                    
>Php_XP_001771059                                                               
MGNGASKDEQLYQAVLNGNTSAVNALRHDGASLESMDKEGRTPLMIACTRGNLFDMVLTLLNLGANINAYQPGSHGGQPL
HQAAKLGLDRTVFLLLSRGADPLAVNDDSLTPLDLARNRGHLSVVRMIEDRVAIFTGMLRELSGLGFLEAIAPQWVTKKI
WAAVVPTGSDTRKPPKYELVIYLSFKNPLPRTIISLSRAEVEEPKFNMPDPVLVLTDRNTRTKYKFLAEAPGDKAQIERL
FWACKGVEQQHQSQPHVTTQSPNSGKLKHPSERTSDEALRMGIDASLRTAAAESSNLGGWGNDDIASSSDFNGWGSSTDA
GPSSAPQYHPTETYDSSSTSLPAVPSAPSPTPPQVLDQVASISYPQIDASPVEVDYLADAQPSPSAPPVGKTTDEKAGQC
VVCWDAPAQAVCIPCGHLAGCMDCLSEIKEKGWGCPVCRTAIQQVVKVYTV                             
>Php_XP_001770926                                                               
MGNLASGSRRNNRISAQSSMYAPPPPPRMIPAPSGYPAGHVPPPPPAGPGYYVPHVSHYRYPPPPHSNGAMPGPQYYTPN
FIPTNGQYMMNPHSPQMYRPQQSGMPPPRPPEHQKANTIRNDVNLKKATLRLEQDEENPGSYLVAFSFDATVDGSICIFF
LAKEGDNCCLTPVKPDAFMPVRSEFEKGLGQKFRQSPGTGCKLSKFDEKDLMKGGEDNVFPLVIRMETLPKSPPADEPPR
DSLPLGAPLPKWVHSQITQAIIEKKEDDAYQVRVVKQIIWIAGERYELQEIYGIENSGGGGNFDGTDSGKECVVCMSEPR
DTTVLPCRHMCMCSECAKVLRFQTNRCPICRTPVERLLEIKVPKTGAEHGGAMESSSSQSTATSARELVDEARKVELSNP
NSTLVQVSEETSNS                                                                  
>Php_XP_001770762                                                               
MLNMEYHPNHGSVSVPPSTTGVSTGLRLSFEDDRLNSTSSASTSGRDISTSFMAAVGDDLNTHLQQQREEVELFFKLQVL
VIPFCLQGEKIRQQLEEKRQRYSRALIGAIEEVVLRKFHEKDLEIEKLKRQNQELVKHAEQLTVETHHWQAKTKATEALV
TALRANLQQAQAAVAFSREHSKEGCGDSEADDAASSHHGDAEDMHARTFRENRELREQRTCRSCRCNDVSILLLPCRHLC
LCKDCEARLDVCPLCQTLKNASVQVYMS                                                    
>Php_XP_001770729                                                               
MEGAVELGTQSERCARGDSEPEPVLEVDLSSRVNSSEVIVENSDDATVPKFSDHQSGISSCPTSTRSPIETDLSLGIVGQ
LERSHDACDGQQDSRKSPDEDASDSENCTQAGRNGIEVRDTLLSLQIRVRDLEIQLKDRIDWAQQKVMQAAQAVSKERQE
LNAVRAERDEALRFKKEQKAVEESALRKKAELETALRKASAEVRRLETENAEVRAEMEAAKLSAAESVAIYQEVAKREKK
GAKRAQGWEKQKAKLQEELSEEKRKLAQLQQALAQANERHLQAEVRWRQEEKAKEEAIARADKEKRAKEQAEAAFKRREE
VTRRKVEQDKQRLRDDVERLTQELSTLRATGSHNFVSASWNSPAATVGMMGGRIGQKEIERLVREVADLEQDLLQRDVRR
DRECVMCMCEEMSVVFMPCAHQVVCIKCNELHEKQGMRDCPSCRTPIQQRIRVYGASS                      
>Php_XP_001769431                                                               
MEAPSEAGAAAAPAAGAFFKKKIQNKNIRKRPTIDDGDEEEENAGSAVNKGKIAKKGVGRLEFNSGAPVGTSKVQNSEES
DKAGEVERATFVYESTRQVQTQDDSRATAVSEIETEFDRDNRAIRERVLKQASEALKSGEPSNSKVYKGIHGYTDHKAGF
RQEHTISREKAGGAHGPLRASAHIRMTVRFDYQPDICKDYKETGYCGYGDSCKFMHDRGDYKSGWQMEREWDQEEKLRKQ
RLARGEADTEEGEGAGDDSDDEDALPFACFICREPFTDPVVTTCKHYFCEHCALKHHSRNKLCYVCNKPTNGVFNTAHEI
VRKQKEAKQAAEGGD                                                                 
>Php_XP_001768110                                                               
MGKERNPSPGRRGFARDFCSSVYTEFDDVGKMCRDLVMMRLWQKEKLEKKRKMVSATLNSQLGLDFCDMVEKLIVWVQWT
ALWESFGFVRDEEGGWGFLVETALDPVVGVRLVQVVAGAGSTLIPQRIITTIIGIPFIPTLLLVPSVVTIRGSHRAAADA
KEDVENRVPYLFPSSPALIQNLRDPGPVIYSFSERPALRESVDYIENHVDLVETFSHREWRYWLNKGSTIRVSYDVKGLA
GDSLVLAFIKGNGIKEFVVDHDDEHFIAFGNLNIQDMEVFPEPILEVTTEMKIHSTLYDVKGAKNSTAFTPDFDAVTFHV
SLFQSDCLVLATPSEPQGGVDVWEVHIVYTARWATFFLIWGTIALGLFILCGAEARGVRLWRNNQEELPLLAPQNDQAVP
SAVTSYSPSGTAHPPLGSLDELGESPSSDHHLCNICLDAPKDCFFDPCGHRCTCFTCGQRIQGNSSTCPICRQPIRAVRK
IFDT                                                                            
>Php_XP_001767991                                                               
LDRTLAHVFGVSPGLELSLLDHDRIDASSVRSYLYSQLSIVRQADDYSTSDRDHKKSVFINDSPFGNGIVAMDSASACGD
IKFDKRFLQLESHSVFISARANACVWRGRWMYEATLGTAGIQQLGWATISCPFTNEEGVGDAADSYAYDGKRVRKWNECH
ATYGQPWVAGDVIGCCLDLEKKEIIFYRNGISLGVAYDKIRAVDPKDGYYPAISLSHGERCELNFGGRPFMYPVEGFSPI
QLPPTVEVGDMENEMNSVCDRAKFLLGCLQRLVRLGSGEVAAAMAPEDRLKRYTPLTDHDVLLIDYTVWGALVPFLLETY
RSEAPHDAPSVDLALDLLLPGLERDACGSSFVSTIMEALAYGCRTSPFVLADHPYTGPYPYLALACHLLERYDFMVSWWM
SEGFDLCLEGLLTRKGPNKNDLEGLMPIVWWPGSREDLCSEGKMRHAATALSRAIVKIEDLQWELCGRLLHFVPPPTEEL
AQPLPGVVFRRFLRNLICKNRGAYRSIAPAGLSDNSVLVSTHCVLLRLLSEGFGPGKVIGDTNEGMKDHDNSKGFLHRVG
KRTFPASIFLKDSDFARLGGTFSHLVKTFSGGLDVLEVEWEESCMDEEDDIVRHGGKLKPACCSDLALSELLGPSKSLVR
VPSKIVAVSTSAGVGERISSPISSTYTSGRSCDECVEDKPSSSGRVYISSGGAPASRSYRKSGFRSVKELSEAIREEELL
DIMLVFYHLGLAQIFRQASFFMQHQMQSIAQLDETDRQIRGEKMSCEYLKRLKEARTVYREDLIDCVRQCTWYCRYRVTM
FARWKLRGMYATCIWVAQLLLVLSKKDSIFSFVPEFYVETLVDSFHVLRRSDPPFVTPSSLLQQGLSPLVTFLVTHFSDA
RIANSDVRDILLQSISVLVQHKEHVIAFERSQAARAGMVGSLLASFDNRFWIPVSNILLRLCKGSGFGASKSLPSTQAQG
TGAWLQRLLKEKCMSDEKLFASFLNRLFNTLNWTITEFSVAIKEMQEHSDLRQVPDLLQRKCIVMFELSCNLERILEFFT
QELPHAFLQGPEINLVRLCELIIFVLNHTTSCADAHFFDSTVRQQGQSLERVNRAMILAPLVGIVLNLRSTTSLPSPVIA
HDMATVLAAADISTALIGNFQYLMNYSWEVTFKGDPSIKRISDLKFFISKLKDEIEKVRRQASVDSFLSSNPSSETCTIC
YACEVDTVFLPCKHKSCQRCISRHLLNNQRCFFCNSNVIKV                                       
>Php_XP_001765767                                                               
MTWSRIAGNLQALAAHSFLLCFTCLIIVKVTSYFYISWWWVFVPLWMFHGIVARGRFSLPAPTPPHDRRWSPCHTVVAIP



LLIAFELLLCTYLDTLEGRDMSAISLKIVFLPLLAFQAIILIDNFRMCRALMPGDEESMTDEAIWETLPHFWVAVSMVFF
MAASIFTLLKLSGDVEGLGWWDLFINFGIAECFAFLVCTKWSNPIIQHEGPTESADDGSTSRTDEDDSADGMCGRQDLGG
HLLKIPILLFQILLCMKLEGTPEKARDIPVILLFSPLLLVQCIAVFCALLRLLEQMWFMFRLSDSNGSRQLAYFAKADDC
CGFLHHGSRFLAWWSIDESSREEHARLYQSEATSYDTFPGFPPEVVKKMARKDLTDEVWRLQAALVEQTEITKHQQQEYD
RLNNEKVLCRVCFERDIAVVLIPCRHRILCSFCSEKCKHCPVCRNTILERMSVFDV                        
>Php_XP_001765706                                                               
MDPQEFGFAEDFGQKVDLTQRIREVLANYPEGTTILKELIQNADDAGATRVSFCLDRRRHGTNSLAYGPLAEWQGPALLA
FNNATFVEEDFVSISRIGDSKKRGQAWKTGRFGVGFNSVYHLSDLPSFVSGRYVVMFDPHCKFLPRVSSANPGKRIDFVS
TGALKMYRDQFSPYCAFGCDMESPYPGTLFRFPLRNELQAAVSSLSRQSYSEEDMQNLLKDLFVEGVHSMLFLKSVEVLE
IYEWHAEMPEPQQLYSCSIKSPTSELRWHRQAFTRLSKSPAVQSSNAGNHNDVYTLEFVSEVLMGPHEGEKKAESFLIVQ
SMGAAGSRIGTLAKNAKDHYDLHLLPWACQAFCFLPLPVRTGLPVHVNGYFELSSNRRDIWYGADMDRGGKLRSDWNRCL
LEDVIAPAFSVLLVEASKHLGHIALCDSLWPCGNFVEPWLAMVKRFYSIAADLPLLYTDAGGGRWITPKQALYHDEEFSD
AVGLASALTAEGFPLVRLSTLLRDTLFNFCVPNPRMVLPSLIRSQFRKPGKHSGLVERSNALVILDYCLGDVIDDEAGEI
LLGLPLIPLANGTLGVFGKRNDVNIFVICKDLEYQLLETLPDKLVDQSIGLNLMERLKNIATTSHTNLYCLSGVILAQLF
ERLLPPEWNGVEEIEWKPGSNPRHPRQEWLTLVWQYLQRNCKDLSIFKEWPLLPTTSGHLCKLQIHSKIIKAGVWDASLE
SILIKLGCRILRSDMGIEHPKLSAYVHDSTAAGIVDSVSCVTSQEPQHLARAFETLDAAERLELREFLYDAKWYAGDEMN
EERLNIMKAFPIFEVYSGADIRTKINVDLVRSKLFLAPVGVDEALLSSEFLCTYSDRELEWLAGSLKVKHLERPIFYKWR
VFNRLHEITPEVRDRMMLSILKELPQLTAVDSSFREALKQLAFVPTASGTLVTPKTLYDPRSPELTALLDNQDLFPAGVF
LNDIVLDMLQGLGLRVSVSSETILQSARQVETLLSSDADRAHQKGQELLSYLELNAIRWLPQRPLDDSNKSLGRMFQKVS
TIFQSPDLASDATLSRFWHELSSLSWCPVLMHPPHPHLPWPSVGSSVAPPKHVALKEDMWLVSASMRILDGECSKSSVLA
SKLGWSARPSGRRLAAQLLELGKNHVVVQDLAMSQALATVVPRIYALLNEMLGSDEVEIVKAVLEGSRWVWVGDGFANVQ
EVAFSGPLHLAPFLRIIPADLAAFKELLLELGVRETLTPTEFALVLSNMAKDKEGASLDPQQLSAAVWLVQHLADLHFNS
QEVVAFVPDSNSVLVPALELVYNDAPWLHNSEGSIGGNLTGPTKSVRGPRFVHAKISTDVAERLGVRSLRRMLLAESADS
MDLGLHDAAEAFGQHEALTTRLKHIVEMYSDGPGILCELVQNADDAGAREVNFLLDRSEFGTSSVLSPSMADWQGPALYC
QNDSVFTSRDLYAISRIGQDSKLERPSAIGRFGLGFNSVYHFTDIPGFISGSNLVMFDPHACNLPGVTPSHPGLKISFVG
RGLLEQFPDQLRPYLIFGCDLQRSYPGTLFRFPLRTEKTAANSEIKQGAYTPEDVVALFWSFKSSAEEAVLFLRNVASVS
VYVRDSPDKDMELLYQVRRPVTTMVSPVYDFVRGNPQNPIDKDQFYRKLTKTPDSQLPWHCQTVEVSLTMAGMQQSQKWL
ISTAMGGKRARDQAIALENRPRGFIPWAGIAAPLFTNQSKDAVIKVEKIQDGSMGDKTSNFESKEEFEGRAFCFLPLPVK
IGLPVHVNGYFELSSNRRDIWYGDDMAGGGKLRADWNRCLLEDVAAPAYARLLVEAARELGATAMFHALWPTGSVHEPWY
SLLKQVYKSVVELDLPVLYTNAIQGKWVSPKRAVFPDNSFAEARELGDALAHAGLPIISAPDAVIAKFREVCPYVRHLTP
SMLRRSIAGTRRTLDGPAANVLALKYCLTDVEEKDAGEKLQGLSLVPLCNGSLATIAISGAGERILVTTDEESQLLKNAV
PYMLVDSTMANDVFERLRKIAECGTTNLALLTGQVLEELLPRLVPADWRSKSVVAWVPGDGVYPSLEWMQLLWNFLDSSC
NDLSVFVEWPLLPTFDGHLISLVKHSRVIRDEGWSENMVSVLQKAGCAILRSDMQIKHASLGEYVHDASAFGILDSLRAA
VGGQLQSLAHSLRNASDGELRELRSFLCQSKWFASGKLNASHIEVLRSLPVFESYSRSGRRFTDLPHGKRFFAPHDVSEE
LLGENFIRAESQKEEEVLAVYLGVTKLNRAVFYRDHLFSNMAQIPVAVTTRAMLAIILDYSKFVEEDPALVNVMSSLPFV
LTAQGILEAPERLYDPRVPELQTLLNKDVFFPSGDFADDAVLDVLVELGLKRSLGHSGLLDSARSVAMISSQNPSEAVHR
AKALLAHMDDLQIAHESRGVEFEERVLGTTTKQHPTNDEMEAGFWLQLANINWCPVLTWAPDDKLPWQQVTSPIAAPKMV
RPKSQMWLVSATMFILDGECRSSGLAAKLGWEDHPNATVLAAQLVELSKQHGKWQNTVVNEANALQELNETFNREVPSLY
KLLQEKVGTKDLTFVQEVLAGIPWVWVGEGFVFPKQLAFDSPAHFHPYLHIVPSEIVEFRKLLTIFGVREKFEAIDYVNV
LRRIALDMKGGVLAKEQLTFCLRVLEALSEVIPLNVEAHSILASVVMPDDTGILALAKDLIYNDAPWLTKSASGMTGMRR
LVHPDIDNELAERLGAKSLRYLSLVDQEMTSNLPCPDTSTISDILSERENRSLLMFDLLEIADCCKARKVHFMYDKREHP
RQSLLQPNLGCVFQGPALTVAFEGAVLTTEEICSLQTGMPSKLRGQSCQYGTGLLGAYYVTELLFIVSSGCLYLFDPPGQ
VLAASPNDARATVSDTDLAQRFSDQFRPLQISSSLSWARTDATIFRFPLRSKEQVADGKFKDAEECRDTDIASILENFKS
RASSALLSLKAVEDVSVTVWEEGEIAPHGLFAVRVDPARALLRNPFQEKKWRNFKYQLTSIFGGSSSACKVHTIDILLTE
DGTKLVDKWLVVQCLGSGRTRDMALDRKYLSYDLTPIAGVAAHISRNGSIPDVDIDGCILAPLPVPVVTGLPVTIIGNFL
IRQDTTRHLFKSLALPDLSISSSSGPRISFENVAAAWNKELLSCVRDSYVELLQELQRLRQDPSSSRADPPIGRGLDGTY
GVPAERAYSFWPRSRAFTSTDLRAVEGQCLVEWLIKPMYARLVELPMWQLHGGAMAKATDGMFLLPPGTKRQGMAPPATV
CDFLKAHYRVFAVPWELTKEMEAAGVSAKELTPKMLRSLLKIPTVAAAVPSFVTQVDLLEFCCTDLHTEKPATSRHPSMA
YSQLQNEADESGNMQTNSTEAPSMSSDGRDPLEWFSDIGRALADFGTGVMNDISRDGQDASGLVSGTDDDSTLDPSLVLD
LKGLLCPTATNQMTKLGMTELWVGSKEQQDLLPSSGSRFVHALCVERTVLADLFHDHVFQNLLKLKPFTSQVLAANLGAA
LPKHWIPRGAVAAAAPWVGWTMNPMTGPTAEWLRLLWKNINAASSEELALFSQWPLIPAVTSTPVLVRVGQRQLVFVPPS
PQQRLPSPAGEDVIADADVDDSTRGYLDLERQHPWLLPLLRNCGVPVYDRRFLDCSILDVCVPPPEKSLAQAVVAIFLAL
QQAGCLSPSDLAFTPADCDALFRLFASSPSAQSAALGYSSEELNMLRLLPIYKTRTGTYVTLDQHMHCIVPPSMFLQPDD
DLCLEYREISEGGALYQALGIPELADHENLSGDPVMYRPSDLMDPESTLLKRIFADEPSKFPGGQFATGAWLAVLRVAGL
RSAIDSPLLLECAKKVESLGKESIYDSELKDDFDSESAGNNGVSSELWITAGMLTEALLSNFASVYGTSFCEALGRIAFV
PAERGMPSIGGSSGGRKVLAAYNEVVLVKDWPLAWTCAPILARSNVVPPEFSWGAFRLRHPPPFSTVVKHLKMVGRNGGE
DILARWPNGKGMRSVEDAFGDVLKYLTSAWDGLSDSDKDALRALQFIPVANGTRLAAACSLFARLGMDLAPFVFELPSAY
LAYVDVLTSLGMTNSPTFESMRALLLQLQHTCGYQRLNPNELRAVLRILTFICDKANRVKSMKSHALPDPAVDAVVPDDG
GRLLQAKSCVYPDSAGASLVGKIDSSRVRFVHPHVTEQLCVELGVRKLSEVIVEELDENRSLEMLDSIGDFTRNSIAERL
RSSSFADAMWAIVQEASDGIPALKVALSKEKLVKYLGYAADGLWFVRRLYTRFLMLPARTDVTRRYKKDSAILIDDEHGG
DIGHRVFEHVDQSRSRILIAVPAQGVTLPDLLAVVLSRLIGSPVSLPVGALFMAPIGSDLSVLNVLRLGLTANNRGKNSM
ANSGVLGMELVGADAALVQCHPLRPFHAGEIVAWRPDEQGGLRYGRVLHDVRASAGQAMYRLEVETGPSTIKLLLSSQVL



SFKGTAAATMAATSLVSEDNVPEAVNSTSILEPVHRLNRDSRQVAGNVPAAEVVGAVRDMLAAAGLPMGADQISLLEHSL
TLQEQLTAVDTALIEEQRRAETAVKEAEAARAAWTCRVCLTNEVDTIVIPCGHVLCQNCSRAVTRCPFCRRSVTISQRLY
RP                                                                              
>Php_XP_001765252                                                               
MHKLPPLGDVQMLLRGIGRLMRSGAKLAFYNVLKDFGCYCRPWRFVPFSVTALSIALEHVQLGVYNNKGTELGQPLYLYT
VVTATAFSVLRTNSLILSKADQATCRYFTMPGGCVRGEKCLFTHSEETLSHAEFMSLAGMGQSFAPKQVGGSKRVGAEDL
RKKIFVGGLSPSVESGSARMIDMNSDVTNVCFLILRHLIVRIRVCDGLFELSQCAFQANCADDLREFFEVNYGPVLDAVV
IGSQAGDHMQSRGFGFVTFKHAASVSAAVEAHYINIYGKKVEIKGAVPRSELPALEGPRASDSDNPEDSHTTMSANRMLD
LDEAEVLEVATPGSTLCQPKNELPQGSGMSSTSEAKQSSPPESIAMSSSNGLSSARTSQVSSDSYSQSGVRGISPESASS
YELPSAKVSNAFRDSYSQPVIRGASPNNLQGRKCIWLNTFKEWLPGFLGRVSMRLKEGEWYPLSSLKGDFRAICGMELDH
VSLGFEKLSDFVRSFSDLCRMKIVPVGRGPATHMVLLPPLTRTAASTANRRVVSNIATRSFVDGSRSYADVACHGTVARL
GRAAGPSSNPAFRPSGASLGHQGTQLAPPPPSREVTCSADHQLAYTDGLRRGTTSQESGCCSYTAVAGDSSAGLISASNR
SPRISGVPAEGYGQSDSTNDATKILNSSSTDSCRASHVPSLPSSDVGTSTAGDMNTSEVNSGLSKEDLVLLQELISRLKR
TGIEKFQARNHAAPVFSPVTMRDITLSPSKSKAAPRQVSQEPMSNVETESQSSTCFTFFDHEPKTPKHGNYPPAAALNHP
FGGFLHERFPSSSMWGQDVTSNRIKDGGYVFQGRPAETINVPASQFYEDSPHSNESTYGTPTGYISASSSPGQDFSKIGG
MCEMCFERQALWVAVPCGHQNMCSVCKSSMRHGNQDNVQCFICNGYVERWIALH                          
>Php_XP_001764877                                                               
QSTGVSTGLRLTFEDDRLRSSSPVSTSGRVEATKNSVSSMTESFGTHLQQERNEIDHLLKIQSEQLKAFLEEKRQRHSRQ
LVAAVEERYSRRLREKDLEVEKVKRQNQELMERFTQLNAESHHWQNKLRTTEAMMTVLKSNLHQTQQQQQGYPLSREQSK
EGCGDSEADDCASSYVDDRNDAHTRTFNENKELREQRTCRVCRCNDVSVLLLPCRHLCLCQDCEGQLHACPLCRTPKNAS
VQVYM                                                                           
>Php_XP_001764144                                                               
RPLEVVEHQRASTIQNTVNLKKATLRLEKDEENRGSYLVSFSFDATAAGSICIFFLAEEGADCSLSPVKPDAYTPLRSEF
EKGLGQKFRQAPGTGVKFSKFGEKELLKGGEHYVFPLVIRMETLPKSPPADEPPRESLPLGAPLPDWVHAQITQATIEKK
DDDSYQVRVVKQILWISGLRYELQEIYGIDNSGIGGNFDGTVAGKACVVCMSEPRDTTVLPCRHMCMCSECAKVLRFQTN
RCPVCRTPVEKLLEIKV                                                               
>Php_XP_001764120                                                               
MAEVTGSGTPSWIDNNSWLFSISDTGESTNLSPEHVSSLKSVFLEINCSTDPIATLEVINSMLAKATVIPGEGNEMELTI
FCNLLKSIVDRVLNCEEVVLAWSDKEDVQAYMFETLCRVVELTVVLLTKHISSDWKAQAMKTRYLLDILEALCVVLKDNY
YLTLRKEKGITRSVLLHPARRESALQVPGCFVRVCGADITEPPFYYCSKEGVNQIGRECAEGCCDSQATYDALLVQLSCL
MGTTEYGNGYKHIMEMLTHPEDYPLRLLEALFEVLATLTLVPVREKQFCTEDVIGRKIVLGIEESAFDTLCQRMYHYLKG
SIDNLVGDQIDVEYILDSLTSMVHALHRISFLGNRSTTFDCAGRLQIAVWGAYLKNNIHWNACVSIGKAIECTFPEACDT
LLSPTDFSLWLEDENIIFNIISFDYDLDYVPEVIEFVRKISRKGILQHAHLMPMLEDDNSGMKPGEERHTSPHDLIVASV
MDFLQPNEISTEVLIESIEWLERTKGPSDYLEEQVPASRIISILEKFSGLDEDGTLKERIFNIFWKHTGHAPPADCANRI
TRIAACYEPVLEFDSLTLDSIVKGEEDLLQACSNADADTKFVNYLTSANSLSTAYAERAKVWSDKEFDFHMNSLPRLEQL
LTFDISFSRREITSECLNRLNLAQHLVASLQSPSQSKLASSMAMAMSPEIQTLKVLEMETKNFLKIHKKIQALNAKQFRE
YEALKAEQHERLIEFFQNCKSEKQTVVREALCAKARVVACKNRAQLDASMKMSSDAVLARMLQKAEDVVRKMEEKNGMLD
KELQKLKLEKEEAIIEVEEKYQQMLKDKEPKTSCAICYGRFTTLTSHHLNRACFNPCGHASVCHSCAGRLQRSTARCPIC
QAVVSNVSVVPSAIFF                                                                
>Php_XP_001763988                                                               
MTYLSVAKRNAITSMKGASRFHPQIPSGVPSQWDRSRGAGASSRAEQGVLSREVMKSGAGVIGLAWPCPFLAFALPLPCL
ALLWLASDTTGAIDAVSEANARLSSGDMCCCCFCNPEDRGLLSWSIKKGGIGIEGCGQGGVCRVEDAVESSYSSNEELVD
LWFSQEARLAVQSGEHGRNLGVDVGVIYNFAYLAESRDYLFFSSLVWIIPPKEAKRIRGFSDILLTSHNSEAVWRNAGSP
GALESGSRSAQVDAIPDDDSCDICMGEDGACDIWFSPCGHKACASCVQKMRIANVYKADKGVRCPFCRQVIESYLDSPPS
RRPANSPFPPESASFTLLMGGNSEQGSKAIADTSVKKPYGRGGIVSIGGGNDYTPPKGVTGSDGGGLRLSTRTDDLLPGY
IVPPLKDTDDIGARHLDFMLRDGYSKRHKVAKLCREMLTPFAAKLAVHASGNYVLQRMLEYAATHRGEGGNSESFFTAIV
RSFCQDRGLVMAAQDHRGTFSVQKMLVSLKGTEEASLVATCIRGSVVEAMITSLNPAPGKKPRIPSKIAMKTLAQICEEI
HTDPASLASIAKHQMSGIMLVECIRWALPQSEALTAALSLANMSGDLIGSKLSHRTLQGVLTLEVKEVAEHVIQGLQGHY
VELASDTLGFGFKLVRACLATPCGGHYFLIEITAACDTLAFGLCLLSRRDLNERLEKLSRILDRDKYILFRERVENMRKQ
FFNETPPLNNQHVAVSAPPTPPVSTITRARSLDISSRNCGNDTGSNSFSGNSRAFHGQPVSDPWSEEAPSGGVFSLEHIE
KPLVRVVSMPHARSSTPGSRLASPEHHISGESSRGVENSTTNTMASSSSGSLVGRSSWNQGGSSTSTPPHLRDKNVSAGP
GQSGIASSHSHLPSLEGRLGSYAPLHLRHSNSFSATSPPGLSESRNELGSPTSGEFGNGSLTGNSPRGSSDGHSLLPYGS
SDFLDYISDPVESPTAAVPKNASEQDLQTESVKSTGSQRQPGICAVCNRCDTDVLLNCSHMCCCTVCSRAVKLCPICNNK
VSSVIDIRLVGTLPSSSLPTQNGASNAWDRSALTNSVSSISSNLVDIYNGAVQFREGTSRPSSSSSQYHAGDPAGFEGSA
VKVGNQHYPFRQFSPDQPPPGIPVPKQSSAQSVSASLRSTSPKTIAPTNVTTSGTAGRPLFLPSDFFSSGMSVNGTATSN
FPSLTTTASSFNQHLVPLSPGSSASTTANGSAVNLPGVGALTSSTPQRRVPAPYRPPGLYRPPDLFARPAPAAVAQTNNS
SVMSDFANMVPSQWRTYQ                                                              
>Php_XP_001763413                                                               
MGNGTSKEEQLYQAVQTGNVRVVKALQHDGTSLEFVDKEGRTPLHVACASGNMFDMVLTLLNLGANVKAYQPGSHGGTPL
HLAAKNGSDRIVYLLLSRGADPLAVNDDALTPLDLARNRGHLSVVRIIENRVALFSGMLRELSGPSFLEQLAPQWITKGI
WAVVVPTESNPKRPPKFELVIYKSPTDPLPRTLIPLVRAEVEEPKFSLPDPVLILTDKGTRTKYKFMAEVPGDKANLERF
YKACIGPALPHQLPLANNQQTSTPSFLKQPSESDIALQMAMDASLRTAADEGVILGGWRDNDKELGSGFNGWDVASEAGP



SSSVPLAEEVAEPEHEKALIPASKPIETHNTTSIPSTPTSSTPSAPPSAPPLPPVLLSEDGDPIHYPSVDTSPVETDYAA
DAQPVQSSAPASTVTGEKSGQCVVCWDAPAQVVCIPCGHLAGCMDCLSEIKEKGWGCPVCRTAIQQLIKVYAV       
>Php_XP_001763378                                                               
MGLGKSYKESLKSLEADIQHANTLASEFPRDYDGACLQMRLAYSPAAHFLLFLVRWTNCSLAGALGLLRILIYKVYLDGT
TTMSTHERKASLREFYSYIYPSLQQLQGGITEMEDMKQKAVCQERYKKKVDEERGLMSELDLEREQECGICMETNTKIAL
PDCNHAMCLKCYREWHARSQSCPFCRDSLKRVDSRDLWIFTDSGEIQDMVSIARDNLQRLFMYIDKLPLLVSESIFAIYD
AHTK                                                                            
>Php_XP_001762119                                                               
MAGHEDELCAALMRLALAGDGLVMGVGMTVLAFRTWIKFWSHSKALKDIKDTPVTRIADLRTLVEEPDVQAKEKIRTPEK
ISPPHQDIEVFATRSKVKMPSRPWMVERLPIPSLETKQEKLVIVRGRVQTKAFVESEGDQRDAEALIPLNVPEKAVFVER
TQTYVLTEMSNFLGWITQKDLVKFTRQVVPFVLAETEAHWSFRPSDMAVYVHINLDESQHPIPLVTVHHQLHPVPASSYT
LFQAMFGRRYPVGLLDEEKILPLGAEITAVGVLHTAPDGTPVVKSSKRLPIFLTEFTREQLLVELASSTKVLFWMGVAVS
TVAAGVLGYSLVKNWTRWKQRQQQRQSQNNSENRQNSTIEDEAENFEDIPDGELCVVCLLRRRRAAFIYCGHRVCCMGCA
ERVEHGANPRCPVCRQSVTGIVRVYDS                                                     
>Php_XP_001761302                                                               
MAQCKSFKESLKVLEADIQHANTLASDVPRDYDGACIQMRLSYSPVAHLFLFLVQWTDCSLAGALGLLRILIYKVYLDGT
TTMSTQERKASLSEFYGHIYPSLQQLQAGMTGVEDLKQKAKVQERYRKRDEECSHMSEFDFEREMECGICMERNPKIALP
DCNHVMCITCYRDWHGRSQSCPYCRDSLRRVNSCDLWIFTDSADIEDVDKITRDNLQRLFLYIDKLPLLISESVFALYDA
YEAHLK                                                                          
>Php_XP_001760961                                                               
MESASTACTTHDTASGCGWTLKKLKHRKVHAARSLKLRGGQEEQDRYPRRLDIENALVDHQHLRSLKHNRADEAHSLSSL
GGSQQLPSDIANGLRTTPWDFPKTLNHRLVGRDCSYGVTWSCAGKCSTTKKQHQKQSMRAAVESRRRLARGPRSGSTIAD
AQAGVQPMLPSEDHRVVSTDYQAAGTQALMRVTLLAAGFVIGARGISARLIGQVTGAIVQSWTESCRFLSPERKPGIRRN
SERAAENVGLSSFLIFPFRPDSIPIRLFRIQGKKAVVQTAVSLIEQAVAKYKDLCECKRRGEFVQREHVINGVEFYYQPP
PRKAFTNNDNEHSPKAEDGPGAHLNDPVATTVPFQPHQVWLQHLQQQHHQVQAVAAHQQTQQAHIPMLDVSEEQVVKGDN
AVDCHGQDHNKVTHQSHVFFDWQPQVERQLMGLQSSDLENSHECVSEFELLDHGLQQSVASLEHALQQVRLEQRLLQHNR
SIGYINSNMTNCNNNDCGIHLQGHRSQYSLSSKNNHGENNGIWLDASSDVQAGQPPAVASTAYHMGSSLFFFRDGGLPLP
TPSQDDKSDADSNCTFLDSTPCTPFDFPHCDFLRDSLPNFTWGTARETPEYSLYEASPLQEDVDDSVCIVCLEHQASVHL
MPCGHNLFCFSCVVYLLTCPLCRQPIVALHPRDTNSDTADVVDLPNNLNTSSHNMWNWIPGDRMKYDVGTKSCSMRQTCS
LAQVEVPLSDKVREQPLSAKFAHVATLHTTSFKHGEHEALKIIGVLQKFVNFGRRWLHLLSAKA                
>Php_XP_001759772                                                               
MTQEWASRPDHHMRRGWLAGWLACYYYCSCCGVTTTPPPALGIAAGPPPSLFSHPSWDFWSEVRGAVVTWKKWGAGGSRR
WELGFFFRLWRCSSAALYRMLENVIEIRRMAFSEREESVPANKVVRNVQPLRDLFAAEMASSCVPRKEMANGLAVHAGPL
WGPTAGNLENLASDTNREDAKSVKNESQELRFLFAKDWSMQNSDDEDDFWASGSLCGAVMTPRRRTRPLKSDKKPPSSSN
HSPRQSTKMESSRINSPSSLKTSYLASRSGVMQQPSELSPGCLFSRLTEELRVGCGGAKPSLGTLLAAEVAIGRDQRSAD
RREGNIGFEGFSFERDAAVRSGESSRRVKIGSLCDVSAPVHPESHTRLKYLIAEFLTSGTNPVVEDGVSEMHEIQRPVRH
ELDTIVNTSAREDGLCCTSERSQSGTNLDEEVETLLSPTFSLDESTDADVNSSTQSTANVPNFLPNPPTPGVFLEVQHSS
RVEPLLTIVNALNAVSDAGLIEESVFNNVDDLAQSNADGEEAEAPRVQLETLLEQARGEHGWLPLGRSRMGSPSLVESPS
LSCSSSRISVLGMSSGPPDDNCQVSLRGVASRPSHAVVDDPSNREVLREELLPSSDIVERPEIQQSSDPAAGTETPLVDA
AREAEILTPATEQPPRRVSLLSLLNQDMENVENELEAEKGVDEQDDHVTEQLDPLCCVCMVGHKGAAFIPCGHTFCRRCC
REVRRSKGSCPLCNKAIIDVLNIY                                                        
>Php_XP_001757898                                                               
MGNSGSSSSSSSFNNDPRRVSRSRGYEGSSSQAYGGYSHPSSSRYGDAYEEPPSEPPYVPRPVPKKPLKREFSFIRDNYS
SVEEVQNALGQAGMESSNLIVGIDFTKSNEWTGKNSYGGRSLHAIGGEPNPYEKALSIIGRTLPKFDDDNLIPCFGFGDS
TTHDKYVFSFNADHRPCEGFEEVFSRYRTIVPHLRLAGPTSFAPIINAAIDIVEESGGQYHLLIIIADGQVTRSVDVAYG
QQSPQEAATIRAIVNASSYPLSIVLVGVGDGPWDMMREFDDNLPERSFDNFQFVNFTEIMNSRNLNAHQKEAKFALNALM
EIPLQYRATLELSMLGNQVGTSPGIKPLPPPPKVLQNDGIYPGPPPSSTRDYHPHSPHHSFDSYPSFNNHNYSTQPSAPA
SSVDGSNMDCPVCLTDRKDMAFNCGHQTCRQCGVGLLNCPMCRQLITTRIHLY                           
>Php_XP_001757541                                                               
MDSGSACGDIKFDMNFLHLESQTIFSSVRANACVWKGRWMYEATLGTAGIQQLGWATISCPFTNEEGVGDAADSYAYDGR
RVRKWSKCHASYGQPWVVGDVIGCCLDLNKKQIIFYRNGICLGVAYDNIRGLEPREGYYPAISLSLGERCELNFGGRPFK
YPVEGFASIQLPPIVQISDNKHGMILSSTRAKFLLGCLQRLVQLGSREVAAAMAPEDRLRRYSRLTGYDVLSLGSEICDF
LLPLLLVSPRSDDLVLLENNLKVPGEYTIWCSLVPFLLETYRKEAPHDASSVDQALDILLPRLERHVPVGDFVTTIMEAL
AYGCRTSPFTLVDHPYTGPYPYLALACHLLERYDFMVSWWMSVGFDSCLEGLLTRKGPNKNDLEGLLPIVWWPGSREDLC
SEGKMKHAATSLSKAIVKVEDLQWELCTRLLHFVPPPAADLSQPVPGVVFRRFLRNLVCKNRGANRSIAPAGLSDNSVLV
STYCVLLRLLSEGFGPGKMNGDFAEGMKEQDYSTSLLHRVGKRSFPVSIFLKDSGATDFARLGGTFSHLVKTFPVGLDVS
EVEWEESCMDEGDNVVRHDGKLKPACCSDLTLSGLLSDSKTPVRAPSKLVAVSAAAGVSERAGSPISSNYTSGRSCDGCV
EDKPSSSGRVDIGLGGAPVSRSYKRQGFKPMKELSESIREEELLDIMLLLYHLGLAQNFKQASFFMQHQMQSIAQLDETD
RQIREEKMSSEYVKRLKEARTLYREDLIDCVRQCTWYRVTMFARWKLRGMYATCMWLVQLLLVLSKRDPLFSYVPEFYVE
TLVTFLVTHFNDVRIANPDVRDILLQSISVLVQYKEHVIAFERSQAARECMAGSLLSSFDNRFWIPVSNILLRLCKGSGF
GASKCLSHGESFSPHFQRLLKEKCMTDERLFASFLNRLFNTLNWTITEFSVAIKEMQEQSDLRQSFLNVDIMLFIRKSID
TVPDLLQRKCTIMFELSCNLERILEFLTQELPYAFLRGPEINLLRLCEIIVFVLNHTTISADAHFFDSTVRQQGQSPEKI



NRAMILAPLVGIILNLRNATSTPNHVMAYDVATVLAGLDVSAAVIAKFQYLIDYSWEMAFKGDISISRISDLKQFVSKLK
LESKAARKQTSSHDLLAMSSTSDLLGSLAMMDREEACTICYACEVDTIFFPCKHKSCQRCISRHLLNNQRCFFCNSTIIK
FSPIQATPAVEDD                                                                   
>Php_XP_001754938                                                               
MGSHDEEICVALTRIALAGDGVVLGLGMACLAVKAWLKYRTHEQALVAIKNTPLSHIADLRILLQRQTLNSDPEIVISNQ
YRIVMVRGKIQTKASVEPSAVLNAEDLQGITPSQSDTKAVYLERIQTYVHFEMNCMLGWIKQRDLVKFTQKMVSVEFVGG
VAFVLASNSEECSSEPIAYIHVNMDVPKHPIPLLTVHHQFHPVSSSSYTLLQAIFGRRYPVGLLDEERILQMGREITAVG
ILDSTPDGKPVIKPCSGLPIFLTECTREQLLMELARGTKMLLWLGVIATTFSAGVLTYAVIKNWLRWKQHRQLEEQQRVN
EERRQQRLMDEEEVENLVDVPEGELCVVCLLRRRRSAFIHCGHRVCCIVCARRVQQGADPRCPVCRQIVTSTMTVFDA  
>Php_XP_001754260                                                               
MGNSFGCSASGERLVSAARDGDLQEAQALLECNPRLAKYSTFGVRNSPLHFSAMQGHNEIVTLLLECGVEVNTRNYCGQT
ALMQACRYGHWEVVQTLLLYRANVNRADYLNGRTALHFAAVSGHSRCIRLILADFVPSIIHPSNILQPVNCDESAPVKNY
PDRSSLARVVNRAADGGITSLHMAALNCHTECLQLLLDLSANVNAVTIQDGTTIDLIGAGSAPLHYAACGGSIPCCQALI
AKGASRIATNCNGWTPLQVARLLRRHWLEPLLIPDSSIPVQPLPPSRYLALPLSSIMKIARDCGWRIVDPAPVDADPCSV
CLERRCTVAAEGCGHELCTRCALYLCSTNIIATATSSPPGAIPCPLCRHGIVSFVKLPTTMSLKDLAKMNLASLTLCTTC
TM                                                                              
>Php_XP_001754186                                                               
MLSWGGITLCLSGAALYCLSRNTGRDALNLRSIERVNQLKDLAILLESACKVVPLVVTVAGRVGSETPIACEHSSLRGVI
LEETAEQHFLKHNDTGSWIQDSALMLSISKEVPWYLEDGTGRVYIVGARNAAGMELTVASEVFEESGRSLVRGTLDYLQG
LKMLGVKRVERVLPTGTNLTVVGEAVQDDRGLIRIQKPNKGPFYVTPKSLDQLVANLGRWSRWYKYMSLGFTIVGIYFIT
SHAIKHFMERRRREALHRRVMEAAALRQASQREGGDGDMGDVTSHPLDDSVDTSQKKDRGTPDLCVICLEQDYNAVFLPC
GHMCCCTSCSAQLTSCPLCRRHIDKFVKTYRH                                                
>Php_XP_001752957                                                               
MWADGGPRKGSQLHRSRSTGLAALLDGQGSESGVIVAAFMHDECGKWSLDRTLAHILDVSPPMLELSFTKDGRIDASSVR
SYLESQLSATLDTKDGFVTGCDHRDGVFINSLPFGNSIVTIDSSSTCGDIKFDKNFLHLESQTIFSSARANACVWKGRWM
YEATLGTAGIQQLGWTTLSCRFTNEEGVGDAADSYAYDGNRVCKWSEGHAPYGQPWVAGDVIGCCLDLYKKQIIFYRNGV
CLGVAYDSIRELEPKEGYYPAISLSYGERCELNFGGRPFRYPVEGFSSIQLPPTVQVNDNEHEMVSVSGRAKFLLSCLQR
LVQLGSREVTAAMAPVDRLKRFIPLTSDDVLLTGSEICNLLRPLLLSSRMPGETVSLGKKSNAPGEYVIWGALVPFLLET
YRQEAPHDASSVDQALDLLLPQLEGHVFSGALVTIIMEALAYGCRTSPITLVDHPYTGSYPYLALACHLLERYDFMVSWW
MSDGFSSCLEGFLTRKGLNEHDLEGLMPTVWWPGSREDLCSEGKMKHTEMLWSKAIVKIEELQWELCGRLLQFVPPPTTE
SPQPVPGVVFRSFLRNLVCKNRGANRMAPAGLSGNSVLVSTYYVLLRLLSEGFGPGKTNGDVGERMKDQGYSTGFLHRVG
KRRFPVNILLKDSSATDFVRLGGNFSHLVKTSPVELDVLEVEWEESCMDEGDDVVRHGGKLKPACCSDLVLSGLLSDSKT
PVKVSSEIFALSATTGVNERTSSSISSNYNSGRSCDGCVEDKPSSSGRVDISVSGAPVSRSYDRRGFKSSKELSEAIREE
ELLDIMLLLYHLGLAQDFKEASFLMQHQMQSIAQLDETDRQIRGKNMSRQHLKHLKEARTVYREDLIHCARQCTWYFRYR
VEMFARWKLRGMYATCMWLVQLLLVLSKKDPLFVYVPEFYVETLVDSFHALRRSDPPFVPASSLLQQGLSPLVTFLVTHI
NDPRIVNLDVRDILLQSISVLVQYRDHLIAFERNQAAREGMVGSLLASFDNRFWISVSNILLRFCKGSGFGALKASSNGK
SLSPYFQLLLKEKCMNDEKLFASFLNRLFNTLNWTITEFSITIKEMQEHSDLCQVSESHQRKCSIMFELSCNLERLLEFL
TQELPRAFLQGPEINLIRLCELIIFVLNHTTRSANAHFFDSTARQLGQSLEKIDRAKMLAPLVGIVLNLKNASLALSHGV
TYDMATVLAGVDISAAVVANFQYLLDYSWEMAFKGDPSVRRILDLKPFVSKLKVESEKARKQASFDDFLEINSTSACTIC
YACEVDTIFLPCKHKSCQRCISRHLLNSQQCFFCNSTIIKLSFMLPTPAIEDGECPADPNKGLAESLTNEKTST      
>Php_XP_001752458                                                               
MAVMGEDISTHLQQQREEVEQFFKLQSEQIRHQLEEKSQRHSRALIGAIEDAVLRRLHEKDLEIEKFKRQNQELVKHAEQ
LTVETHHWQAKTKATEALVTALRTNLQQAQAAVAFSREQSKEGCGDSEADDAASSHHGDTEDVHARTYRENRELREQRTC
RSCRCNDVSILLLPCRHLCLCKDCEARLDACPLCQTLKNASVQVYM                                  
>Php_XP_001752164                                                               
QSTGVSTGLRLTFEDDRLRSTSPVSTSGRVEVTKNFASNMPDGLAAPLQQDRDDEIEQLLKIQNDQLKSFFEEKRQRYSR
HLVATMEEGFASRLREKDAEMDKVKRHNQDLMKRYTQFNAELHHWQTKAREMESMVSILRSNLQHAQQQAQFPLSLNQSK
EGCGDSEADDCASSYVDNINDAHTRTFNENKELREQRTCRVCRCNDVSMLLLPCRHLCLCQDCEGQLHACPLCRTPKNAS
VQVFMS                                                                          
>Crei_XP_001703291                                                              
MGSSQSSEQRARRQAPAPPVPPTYSTQGPAYPPPPVYATTPGQYPPPPPAAPYNYGQPPSMPGAYQALYRPPVPTPVPQQ
QPYAPQQFGQPPRPPVQTQECQTTATIRNQVNLKKQTLTLEATAQQGIFNITFSFDASAPCRVTTFVCAHEDVRKACKIT
GPFPGAPAVSYPKGLNHKFPPSSVPSGHVVNTVKAPARDLTSVNNDTFPVIIRLEALNEDVPGEAGRSLESLEPGCELPH
WVQSQTTYARLVKEDDGSWGLRVIKQKIWVKGTAYELQEIYGMEQNKAGGSGEGYEDVDGNECVICMSAPRDTTALPCRH
MCMCHGCASALKTQTNKCPICRNEIESLLHIKINNKSPAPGAPGQAAA                                
>Crei_XP_001700274                                                              
CTVCLDEHRTVLLLPCEHLVLCENCLPQIRAKDNLCPMCREPIQNVSILSQ                             
>Crei_XP_001699708                                                              
MEPSHCCSLDTEPGHPCCGTAAPAPAPPPASAYDRVKTQDIGRQALMSAREDREDARIDLCECEPAAGFPHDLGCEREGW
FISNFEYQGTWMGGGGLVPLSRAICCRPCLPGELPRPPSEMHRLGNGTARPVAVVSIGCHPSSGRQYRALSCEQSGGSFV
TGFSQAERVNSAAYDEYYPVGQVECCTPAVLLSSGEVWQLKRCDCTISQTKDCGGLTTSRLLWGFAQWRMSSGGEYIPVA
PLECCGLCLGDKIHDKTNCEDLNFCSNNGICTLGACECFEGYAGADCSVRAGGGEETGTLPWWGTLLIVTGSVMFISFSS



IAMKYTFQTIRAHAGGGGGGSGAAGRRNAGGSAAADASAVSRPLLLAGLDDEGSAGSHDTDEQDLTGFCDDDSCGGGGAP
YGSDGHRSQAYGSGSQHGGHPQRPHRHPHPRGAGTRGTGGGMTAASPAASSMSNGEAFLFQMDDLAAHLTPPHAAAPPLR
PPEPISEQPEAEDAALVAEAQARSLPEVAARAAAAAAAALSPARRSNHGVSGAGPPPPASPFRAAAAAPTPEYAVAATMP
RTGSGVMLSEAGGLHGERGLGRVASGSLALAAAAAEAAPMPIGPTLTAGAPGSVAAFTYPVVLPPALSSLPSGAGLFTGH
AGSMPTSTRTSPAGASGAGGTGSIGAPSLLSPALALDVSSQRATGSGSARTTSPALAPAHAPGLEALQPAAASVGNRFSL
QTGWLDEQVNAEREPPPLELRLLAVGAGGGGDDAIEAALRDLEVLDPELAAAWSDAASGASLPMCGSDHYEGLPETVSRH
SPTQLYLPPGAATAADRDGMLAAGGAGPHGLVSAFALPSDHDQALPTGYTPSRGSREWPPSSSHAALQAHGSGPLGASGQ
RVHHGSGGGQVLTPRRPKPAAQTGSGRGPGDGISGAGTAGPHHFAQQQQQQQQQHQAHLLGLQHRNATDAASEAALSVAS
GPSAGCGSGSIPYGADGYGSDLGSDLAVHGRAPSGTGGSGIGAGGDSVACEAAGGGAVVGGGGGPGISAATCAICMEKPI
QVALVPCGHANVCRRCSRRLTRCPFCRKEIIRRQRLFYST                                        
>Crei_XP_001698178                                                              
MGCSSSVHAAPPAAQSAASGEKPQPVTPDSRVLRGQAYYTAGKVQEALKEFNATIAQWPTYARAYLERGNVRLDQKEFNG
AVGDYTLALQLQGNLLQAYVMRCHARMAMRQWSEALGDVREAERLDPENAQVRALKIQKLCMVCMDAERECRLRPCMHAA
LCVECAEGLMARGYSCPICSCKIEQSPLGRRFAPPGAQGAPSLDNIAELNPHPLAARANTATRNIAAELEQAAAGLSGPS
RGNSGDQTAAAPPPLPGVVEDGSEGMDGSSGSQRTTAAADGVRNAGSRVSFAGLPQSIQTAKHQHVSAPAGESACPAAIE
RTQLLSHVVKRTHVWSKRL                                                             
>Crei_XP_001698040                                                              
MVALSSTVSTSALQFDIGHELTSVPTLQLIDLPDDSAANTTAFDDEDIMRDFKYIKIMFTQGVCIIPSDPRLEAAWLEGS
EGPYGAGINIPLPEYGADNFRRTVAGLRRRAGRQFFDANGNHQFCGSCAGHLNYVTQKFCAFYIFNEEGGGWALSVLLDI
VKLLKPDTPAHWNWKWGFHWVMVVDVYDFILHWEYELILVVYGSLCGFTCWLLYWLVYDRPQHKETTRLSWGRLLLRHCY
QRRQPPAALRALQLQFQEARARREAEEAAATGSGNANNAPTAAPQRQSLAQAGGQERTNSCPGVAGGGPRLHTAAKAAAA
AAADSGSESETDECCFICMDAAAVVGFRHADGFVHMGVCGGCVRELQARGLDRTCPLCRRAVVALETLQPALLAPPLPPV
LAYRPLVAAY                                                                      
>Crei_XP_001696378                                                              
WAGAASASAATSAPSPHSAAKSEKEASAPPLAPPQPPAEPASDDTCIICLSAPKEVGFLHGDSVHRCVCRGCCGAVPVGA
PCPLCRQPVERWLGVY                                                                
>Crei_XP_001695716                                                              
CVVCLDFERVALTLPCAHVVTCGRCMEGIRRRANACPICRSPIEEVQELPPGSAEAAGGAFWAGQR              
>Crei_XP_001695233                                                              
MLSFLDSSPLEVVRAALAPYCRRAGLPLPDSPAEGVRLAAGMANCKGQTPLMYACYAGCPELVRLLLERGADPWAGDRCG
QRTALHYAAMSGSAGCIAALMAHTPPHMLNRPLPRPGSTGASAGCRYVDARSLCGLTPLHYAAYFACDPPTTTIGANSRP
GSVSGSAPVSTTVTADALAALRELLRHEPSLNAVSTSESYDMVLTCAAASTPLHMAAVRGNLGAARDILHHYALRSASTT
GHWVADPRTRADAARQFPWQVASAYHPSKPKLSALLHPGRSVEAALLWLTEVEEEAAAERSRAAREAAQEQHIGGRRSIR
RQRELQEEQHATVMQQVSRSTAAAAAAARPSAAASGGAEDSSVHGRVYAPLVLGGVGGIGPAPLAAIAAAALRSRLLHDL
HRLESEEPLQTNLPHQVQVEEAVAAAEDAEEEDEDALCGVCFAEPKQVAPTSCGHGLCRGCAAALSRGLAAASGKDGRKP
VLCPFCRRGVAGFTAYAAPTAAAAPNERSVRALVAQSSRVT                                       
>Crei_XP_001695232                                                              
MAAPQAGDEHSVLMRLIEKPALLSKPTAAGSKSGGLGGSLAAQLLPWTAAHHNVTPVHVACESKQVKAVEQMLSFLDSSP
LEVVRAALAPYCRRAGLPLPDSPAEGVRLAAGMANCKGQTPLMYACYAGCPELVRLLLERGADPWAGDRCGQRTALHYAA
MSGSAACIAALMAHTPPHMLNRQPPEHELGNASAGCRYSYDVAVTCAAASTPLHMAAVRGNLGAARDILHHYALRSASNH
GHWVADPRTRANDLGMFPWQVASAYHPANAKLAALLHPGRSVEAALMWFAEVLQGEEEAERSRAAREAAQEQRDGGRRWA
RRQREAREEQHAVVMDQVSRSNAAAAAATGSFVAAGGSSVHDHVYAQLVLGGVGGIGPAPLAAIAAAALRSRLLHDLHQL
ESEEPPQTKLPHQVQVEEAVAAAEDAEEEDEDALCGVCFAEPKQVAPTGCGHGLCRGCAAALSRGLAAASGKDGRKPVLC
PFCRRGVAGFTAYAAPTAAAP                                                           
>Crei_XP_001694820                                                              
MRFHKTDIVIAKPSGEVVVTSGGYKTKTTFQSVSEGLEPMGIILRSSRGEGYGEWWVELPDGSRQDWLDNMTIPAASAED
RGRGQRLLAAYHGTSTAAAPATSASGRATAGPVGAPYRPGAAAAPPPAAYRQVGYAPTSSATGAAASAAGPYAAGRTGAA
GPGAAGGYGAQSAAATRDPSVAAAAGSGGGDAEALHALISSALLLQDEALIAGNNQVQAEHLLDDEHCCIACMAALKTTV
LIPCGHMVLCAECAADVMTRTGVCPMCRQQVETTVTVQ                                          
>Crei_XP_001694785                                                              
MPLELQATVAVRRELAQWQGDAQALQGLGPEVLTELAGRMEAALSRVRAAALAAAAERAHQCPVCWEARKGLVFGCGHQT
CVDCGEKLAACPICREPVALRIRVYG                                                      
>Crei_XP_001690569                                                              
MASSVWTATVWGNGKAAIIASNNRKIRPGEEECFICKDDVPASVALRPCGHEICFGCVENLRAKNIFRADKGVKCPFCRQ
YVEQYDPCN                                                                       
>Crei_XP_001690568                                                              
MASSVWTATVWGNGKAAIIASNNRKIRPGEEECFICKDDVPASVALRPCGHKVCFGCVENLRAKNIFRADKGVKCPFCRQ
YVEQYDPCNSADPEQVRLLNEANRAAAIAQASRAPGGAAAGPGGGGTGGGGGWGGAATAAADDNWMCGTCRCLNLAHRDE
CGSCGRANPRGPRPTAITASTRGKDVLKCSDDEVIGFMQEKQQPNLQRCYQEIGIGFGAGRVVSDEDTPRRILNAFKQRG
EERMLRLINVVSGAGGAAVRAPAVE                                                       
>Crei_XP_001690195                                                              
MAADSEAWQDFGQKVDLTARIREILLNYPEGTSILKELVQNADDARASCIKFCLDRRQHGTGSLLSPAMSAFQGPALLAY



NDGVFSDRDLESISRIGDSKKKEEEGKTGRFGVGFNSCYHLTDVPSFVSGRHLVIFDPHCRHLPNISATNPGKRIDFVTY
SDVAAQYRDQVAPYSGAFGCSLGAPQQQGEQGPWQGTLFRFPLRSAALAEASTISKQVYTPDSIRGLLQQLCVEAFQILL
FLKHIQRLECGSGGRARPVRARQRHGEDMAGSGARRAQWNSLLLERVVAPAYAAALQQAAEQLGPGPAYDRLWPAADVAA
PWQTLLVALYRRVSGLPVCWTQLRGGLWQAQQTTPATADPAGQLGAQDRGFQAWLAQAAFVPNNRGELHKPASGRSWPAS
AGATLFLAAGEGGRSSSSALAAGLGWGAPLAGSVLAQQLLQLGEMHARVSDAGLSQELAGVVPLLYRSLGALAPAEAAVA
RGLLAGSRCVWVGNGFAPAGRVAFKGSLDLSPWLYVLPAELAPFKALLLGYGAAEAFSAAQYAAFLQALADLALPPHAAV
FLPDERGVLAPAPALAFNDAPWLAGQPASAAVRLLLQNADDAGASSLTLLLDECSYPTRSILSPAMAVWQGPALLVANDA
VFSPADFTNISRIGQGVSAAQPGLKIAFARAQLLQQFPDAFTPFTQLGCSLSEKYMGTLFRFPLRTAAAAAVSDIKSTPC
TPGEVRALLEAFRRQLPAAMLFLKNIRKVTAYVRLLFEATREVVDTAGGGGGGGGSSMLQSAITSFIAGIPSDPTDLATF
YKRLAAAPASSLPSELGLMRLSLHTHASPLPLPQRALPAPAGKPAAGSGADDDSGHGSSIKLQDKAVAERWLVCNALGGG
SARELAVKSYGGDMSGAGAARSSWNVSLLTDALAPAYARLLAAVAAQAGGPSPQLYRLLPPLDASEPWSHLVSALYRYQL
AELPIVWTRAGGGRWISPRTALFSDAACAIEPLLRPLLVALGMPLACDVPAAAEAALLRGSRLLGGLGGRCLAAGLPPQL
VSQLQQTIDLGLFNVQRLTPGLLDSTLLPLLLPPAWQGAAEVEWAPPAPAAATAATAAGGTDPVAAALQATGAGAAAAAG
VSDGGAEVPATLAAAPQQQQQPSQEWVRLLWRWLAERPDVLELATWPVLPIQGGRLGMLQSKSLVLREGGWTEAVTSALL
RLGCRLLDTALLPAAASAASPALQHVGPQAKALPCEALAAHVAGLLLRLPAAGAGAAAAGAGGALELQQLRQALSEQALI
PTASADGELRRPSELMDPRSPSLESAVARLYAALGEAVDGPEGDLVAMSFERPDTPCVWVGMTITPAPAAPTAPASPAPG
SEGTAGAVAALVEVSGGFVSPAAAALRADGGGDFRPYLWLVPEPLQRHGRLLGLMGVRDRLDLAARGGGVLLAHAALPQA
TAEALGVRSLRHAHEAEAQLTSALPCPSPAELRERLGLAAQGEPLPTSSSSDASASAAAAATFLLELMELADGLGLRCLR
LVLDGRSHPAQSLLAPGLAQFQGPALCAVLPDVVLGPDDLAALLAGRASPPALRGGRAAAYASAGLASAFLVTELLQGVQ
LPIAAAATAAAAGMGARPEAVAAVAVCIGRDDTRDLFPVSGLFAPVYLPAPPMAAGRSGSGTGFAAGGGGGGLALGRMPF
LVCGHFYMSRRGGKHVLSPFTRSISAAADVASGHAAAAAAHPNSASHGHHHGTGGGGLQPGASGPTATMALPPLLQHRCD
HNRRVLDLASAAWQTLAVYFCSPEQYAGPRAHLYDTVFPDMAAITGAGGGATAATAATGATAGGAPGAVAGSSRDAAGPD
EAALYCVRQIYAAAARLPLWRLRTGRFVHLPEGCFLQPLPAPTSTSSGGAAATASSAATAASVPNPLAGLGPAAMGFMAR
QLPLFDVPWAIKQHLEAADVHGLRAVSPAVVRPLLRNLGRRGGSGSGSGSLTSGGSGGGAGLGVAGGGGGGFGGSGGKLV
WPGLTVLEATELLVFCSGDLVRNVVGDLCAAEFVHPDCVAKMTEHFKPGLLLPVRHARLAICLPPPRSLPVAGKEGAQAH
AAPGDAAASSDGGGADTGAAAASAAAGPIPSLQDLAPSLPAPWDWLAPALHCLGVPLVDPRFNAVAARHCGPQPAELGLP
PRALDEAAAATPSTLDPADILFLRRLPIYPTHAGTHTALDEPSAQQQQQQPPTVESGPAVCSPELLQLVPGLAAALPASV
PARLLLPQPGAARLYGLLGVASLAAGAFLGGVVLRPGSGVFEALPDGVRALLLTHVQTHWSRLRGEEALTTALRDTAFVT
AADGAAKKPSELYDPEQPLFAAAFLGCAVFPTDQFAFPAWLALLREARREIVGVVRKGRCCNAWRSGLTVCASPLRRTAC
RYSDAAAASDWPLVWLVPAHTAVSVGASSAGGSAGRLLGRLDPRCLTLAHPGLPEPVSAWLGCPRLSDVAEERLDPQHGL
QPVEEMQGMTLRDARALLASPAFVAACHSMLRAHAPVLRTGFATAAAPADTGTTRSGPATAGSGSAATAAGGGGASTAPG
SMHEVAALLRSAAGRLLFVRSLRTVAVLKATGAQLSPQAEASRVTYEFIEAPSTTAAASSYGGGSSSSLGRILVAEPPPY
LQLSWLLSSVVSRVLGCPHPVVLPLEPLFTTPAAQLSALQPVLLPGGWDERLESAAVAGTPGTPLVPADAALLQLKPLRR
YCAGEVVAYQRQVFCFSASELVAAVRDVLGAAGLPLDPAAGALMGRVAELQSELAGAKARLGETQREAESAAAEAENARS
AWQCKICFSRDVDAAYTGCGHVICARCAAATATNRCPVCRKPSPALLKLYRA                            
>Crei_XP_001689426                                                              
MFGGQQGRKFLRTLFCFDTDTCTWTRLPEADSQPAARAGHSMVTVHGSVVYLFGGQGKRLYNDLFKLDPSTGSFSEVEAS
GKPPAPRRGHSLTWDGRDYLVCFGGINQSSTDSALTVFSLSRGAWFTPQAFGPAPSARTQHTAQLLSPGIILIFGGCNSG
GTFFNDAVVLDTRTFTWHKPALLNTAPAPRYHHTCNLVNGRIVVYGGINSKQTFDGVVVVETKFAADLANVAEELFRMSA
DAGGAASVAASVLQTTSANMAAAGPTAAVAAAAASAAASAAAASSSVTQLGALQLGPAHTPSRLMLSTTPHGSTLTAVSV
SRAAMPTASSTVASTPTAAGQPHNTTPTLSSSAHPMLQVVPAPPAATSELVNISSSKSLEAVKVQLTDLLLRRNQEEQLL
QTAKKAETTESLLHKEREAREAATKEVLQYKLLLAEAEEAQASTQQQLQSILARATREAATVTELRGQVEQLQSKLASRE
EELQEARLLQDGLVKELGIMASRYSRLAMDVQDNSDRPDRNGGGGAAAAVERGTPAGGAAHAVSSSTRCTSLSRMLAQAH
AGGSGAPAAAGPRMVCPGMSTGQSVSPTAEELQASGSYSVPLPEPSRNSMLGARGPFPTPALSTQCTGPQHARSGANAIA
SASTAQPQAGGVAGGSALPVTPCGNCCQQLLGLLSDAEMHRAALLESNQSLSDKVDELTNQNSMLYVQLRQMLAEASALE
PLALGEMEELERKLEASSRSVRDALIQRKIDEAQRRSNSEQAACAVCMEGPKAVVFNCGHQSCEACSGKMSSCPFCRVAI
TARIRLFDA                                                                       
>Crei_XP_001689416                                                              
MVTVDKYSRGQNFNHRIMLGCLSQAILKHVDWGYRAQTWNGQSVFHLAARYGRVDVLETVVEAVRYNPAGPDQWKKLLRM
GHSTDAILKAYANLQCFDIATPSSLHFSAPILAPGRGGRTPLHYAASMGHVDVIRAVLAAAGPPPSGEALRRPNTSRTKL
VDICNDSGYTPLHYAVQSQVPQGSEPPPVHDRRRRDPRRHVNAARQLPYHVAVARGHNHLAELLHPDVPFSFILSPAEME
STARLYGVTKLAVLAAKVLQAKLAASESGEGVCGVCFDQPDVLAVTGCGHRLCTDCSRELCKLNTFKPALCPFCRGLIGG
FKLVK                                                                           
>Vcar_XP_002958361                                                              
MGKKLARETMGCGPSTFAVAELNRSLKTVDGPDVLQSKLQTSPWLLSATTAVLSSTAGTPLHTACERKQVEVVQQMLSFL
SGASLSVVREALQPYCRRNDLPLPHSVAEGVRIAVGMVNCKGQTPLMCACAAGSPELVKLLMAQGADPWAGDRCGFRTAL
HYAAMSGSAPCIEALLQNMAVRDMARLGVRYVDVRSVCGLSALHYAAFFDHPAAVEELLRHDPHINAATSSHSYDIFVSC
DALSTPLHFAAFRGSVEVVRQLLMYHVQRVRSSSSRNAARTRDPRRCANYGHQFPWQRELVTLLHPGLPVEEVLGLASSR
SDDGPGFWASYSDCCCHRRRRDCYCHSSTTSSRKEKLLGKGKRDLSYQVFLQRQLGTVVVGGSSMREGGGERRTFEEAVA
EEEEESEEVFCGVCFVEREAVAPAGCGHGLCGRCAERMCRMALGPSSSKPPRPLLCPFCRREVTGFVGLAAREVQPPELV
QRRPTERGFVAESDTLKRRGRDGTHAS                                                     
>Vcar_XP_002958346                                                              



MFTFQLCCIIENVLLDARSPAKQRAISRTYKYQPPVPTRINLSPSAMGCSPSTLAVAALNRSLETGEGPDVLQSKLQTSP
WLLSATTAVLSSTAGTPLHTACERKQVEVVQQMLSFLSGASLSVVREALQPYCRRNDLPLPHSVAEGVRIAVGMVNCKGG
PDAPHVRVCGWQSRAGQTANGAAALLGSPSGLTLPPGASEPSRAGVRYVNVRTSSGLSALHYAAFFDHPAAVEELLRHDP
HINAATSSHSYDVDTSCDALSTPLHFAAVLHPTTPGGTRARDPRLRANHGHRTPWQVAVDHHPEQRELLQLLHPGTPLEE
VVELLAASGTGAAAGGAPSSSASASQQQLLPLSLLPPFGGGMGARTGPASLASIAAAALQTRLLGELQRLLLPPSPPLQL
LLQQKQQQQEGSSSPHVLQLGSKAVTGSSSGSSRSEARATGPVGDVEVRGRRRGKGALVAEAVEEEEEEAEEVFCGVCFV
EREAVAPAGCGHGVCGRCAERMCRMALGPGSSKPPRPLLCPFCRREVTGFVGLAAREVRQSGWGRHPCKHVRNIARKVTR
YCGADIPIGSLSATEIYRCMEIYVIVCPKYGLKYGL                                            
>Vcar_XP_002958327                                                              
MSSSLTLVSTCGKRQYSPFMGNINSCTSKGALLLVAAANGDLGMAQELLSKHPKAASYYNFKDRSSPLLQAAARGHFELV
QLILETAVMTEGPERAKKNCIDHANSKRQTALMVACKHGWGRQVPIAQIPCIDDGSTVKFIDRHNGWGLSALHIAVFQGS
VSTVRALLRHGADVESVICASKVENSPIRCAVGSNALHIAALTGNIIMAKLILETQESYPGLELRSRTNAAGLKPHDYAQ
SARNPVLMHLLDERLPVTLLRQIWMNYSLEQSLPPRHQTLGSMLQKLKLMFNLELIAIQRNVTHLQAQHDAAQQQQLLQG
GANTNEQHRQGAGQQAQSQQPGSEPMDVSTRAAVAPTPTIFTFGGAAGALAAISSKHRGGMEPANVRLLWARRQDEITQL
LTTVTQLHDNLKALCRRDEPLAGEATETVGGLSRGDRAATYEAVLDFILSTLITPRTVSAILHAAKKLVSASVTGTAALT
AGGAPLELPPGDSDSQHGLALLSTALRAVETCLQAAVYLTSPAALEEQMGAVNNRLGLSPTAAGAASNANAVSDPVVSAT
AVTSGVASPGEALASAEAEAPGGTPRAAAARSEADSVANGQASAALVSDQVVEPHGQAAGAAVTGSQGSPRTAVLTSSPL
ALTGSSLGFPQAAVRGMGDGAAVPPAFATHWSAHLHTLIAQLQWDIGVQRHRRRRAHAAAAAARSAAAAAAVAVVASSTP
LATGGNSSTAGNATANSAAAVGATTNGVPQVTTAFPSLAMGMGACPLVQDIVTSQNGGATVLPALAQSRSDSGISMPVAE
APAAATTTTTTASPVAAVDVASRAALEGTVAVAADDGELLTGPPPIQTGEIIPLVSGALPLSRGATMSPTDGAAAATEDH
LSTAGTTVPPQDNAPAAATNNNTTTVQRGGAKERSGKDREGAGGGAAGDGGLDGQDDSPAASESGSDWSDDDRNVCSICM
DLPVAVLVAGCQHGLCVQCAFQLCVKGRELPSCPFCRQKIGGFEAKEAAASPAAAAAVGAAGSPAAAPSLPAPAVLAPAA
ITAPSPTVVVQ                                                                     
>Vcar_XP_002958073                                                              
VSNVPESSWGMGRVGAGARELLNSLKNTLRRTSGQVVPQAQGPRANGPNRGRRRRRLSNRTPDSSVSRGAAATGLGNAAE
VAGGGGGGGSRPPVTAEAAAAARSPNSSHHRGVAFPQQHHHQSAVNVAAAALSRGGVRVGSGRPHARLFPLYGRLSGGGQ
SEGTAAVGSSNAGPSGNGGPGGGGGGGGGGSGGQQQQSGATEAQATAAAAVATAEPATTPLCAAAAAEPPTLLSTSSFSS
TTSLEDVAASSGGGGAAGGPVGGGAAEEEEDVCPVCLDEGPNLLVQTCRHQICLECARDLVKRNSLTPALCPYCRGVITS
FKARVAR                                                                         
>Vcar_XP_002955294                                                              
MSYTAILQNVEWACKVQTWNGQTVFHLAARYGRIDVLETVVEAVRFNPAGPDKWTKLLRMGHSTEALLRAFVNFQDARGQ
TPLHLACIYGHHEMAERLLQLGATPWSWDELGGRTPLHYAASMGHVDVIRVIISHNAPGPAGEALRRPNSPRTRLVDICN
DSGYTPLHYAVWADNPASVRALTSYEASLSARNVACGSDWVVSCLKCTPLHLAAHKGNQATVKLLLSAYVQYQPPQRADA
PAITDRRRRDPRRHVNANRQLPYHVAVARNHTHLTEMLHPDVPFSFILSPSEMESRLYGVPKLAALAAKTLQAKLVADIE
EAVAAMAAATARGTVTSLASNGGAGSLSRMRSGGLAALSEAVVAAATGQAAGNAAAQQVLAAATARLRSPPPTSADRPPA
TTTPSWPIPVATATVHLPGPAAAAGGDGGGGATATAVVTGGTGGKSLATSDKSSATSGADSEREALSLGPPPDLTARPTT
VTDDCAEASTPAALPLPLPPAPISPFLPATPPSMAPGGAGGAATGTPAGGGGRGPTFNEGASAFALFAAEPFEESAAAAA
GGPGGAAGASGGGSQTLQPAGSNSVSLAVLARNRAAAQQAAGSGALLQPAGSNSISIAVLARSKLGNGDGGGNKGTPSRR
PRLRALLKGSRDRRANNANGNGGGGAQPPSTLAVGQQQQQQQLHTQSSMDDLEADPADVLDDLDDILNAMQPPAEDTERT
ITAIGGGAATGAAVAALSQAAAPLGAVEDAVTAAALSSTRPSASQATPPSARGRGSSLGDRARPLWRRSSTYTLVRASSG
TEDAKPTPQPAPQALRFPHNGSLQASMGANTSTAPPEVLQPSASRRPARVPSLPLPVPPGVIESRASTEVSEVDVTVVAG
RGFPPPATQPAAGITPIDSVDEDSSNAVVSSGIGSWSLRQRSVSLAALARGGAEAVLPSPPQQPEQEQVDGAVLAMLASL
VEAPQNVLRRYRLLQLTHGLDLQDLLRDHSEQAAGAAASGPGPGPVAGSARPSGLEGSLHQSSSLHYGGAGLGRVPSARC
PAPGDGGDGGGGEDGLYRSTPPAAAVATAISGVGSVGGDGRVSIDAGCGSSPRQAPPLPQPVTLTSPFAQQVSLTTALTA
RPPPGTGLNVGGSQACAGTGTGGPPANAVSANLAGQLLRTLSSAAASESGEGTCGVCFDQPDVLSISRCGHRLCADCSRE
LCKLNTLKPALCPFCRGMIGGFKYMGRS                                                    
>Vcar_XP_002955268                                                              
MQRLRACCEAHCKQQETKAKPSYRSDRVSSVERSLSAQSGSLDESGAVVRGGRNPQGQPARHWIPGIFVALCCVGLQLAL
LPPPSLALIAASDPDMDTFENVPSQLSASGETAAAPLSSVVSGPKKREIEGCIRKCVPTCIRGGGGAPGLGPISVRKEIV
VFKEGFRSRQYCLSECAQLDGRLHCSWWAVFSPTIINHLLHIPMQLLVLSLADYMVYKQIGPPPASTASPGLVLQYTILR
HVRVRSHRVDWTNNALESTAIFLAKMLFCNALQRGTLKSTPLRLMFTPIWACWVITFMLLCLKDRTERMFGSSRDLFFIF
LLFVAFKVDDGSTFSWRVVFLVPWMWFSGLLLVAAMVFSLLMCFKVWARPRELLLPIGFLLLLLSTVPQFVSYIALVRRL
DEEEDSSEDGTGHKTSVASIMWPNALSWFLMWLSAVVIAVALRLKEAVRDALLARGAVWTAHEAMARRLHAERDEAQRRV
AELSEEEMSRLVESLMAGKSKPGRLKRVGDNLYKRIASLELALAEQAAAAAAAAGGQSRPLSRSASNASATSRRVDAGGS
GGRAAARGASRATSLAAAAADAADGKQDVVSELGGAAQLSAAGVSATAATVAGVAASGTAGTAAGVGGVDGGSSRAAGRS
GGGRGGRAGAMSFRHNRVAPAPPPAAAAAAGGGTEGSPSSGQATAAAAEAAAAAGGSAAAGVSVSGLPVRPGSVASAAAA
TRLRSGGSRSCFMSGAAEGEIAAAGGLDGRDVERPKSTASWQPNAPAKGAGAAAGTAPTTAMRPSSPAAAVAAAAAAAAA
STSLGSVATPAPRGAAADGIGSIAVPAVPQAAGASTAIAVAAAAPPGSRARSAPEVAEPDEPENPCVICYDGEATCVFLE
CGHGGFCRRCAYLMFVRPPSECPSCRATIEQVVEVEPGAAVGQVVQVSFQIYPGGLRSTGMQEGEEQEGEGIRGL     
>Vcar_XP_002953889                                                              
MSVEAWQDFGQKVDLTARIREILLNYPEGTSILKELVQNADDARATCIKFCLDCRQHGTRSLLSPAMAPFQGPALLAFND
GVFSDRDLESISRIGDSKKKDEEGKTGRFGVGFNSCYHLTDVPSFVSGRHLVIFDPHCRHLPNISSTNPGKRIDFVQYGD



VAAQYADQVAPYAGAFGCTLGAGGGGAVSGGGSGSLGPWSGTLFRFPLRSAELAEASTISKQIYTIESIRTLLEQLATES
FQILLFLKHISRVEIHEWAPDAAAPHILFSCYVSNLSREVAWERGLFARVSRDRPSQQNVDQAASGGGGIRVPLPEVLAS
YRLELLREWHDGGGGIGAVVRRPERRSYIISQMRGGGEAAEMAEQLSKLFGAVVAWGAVAADVTTVAGAAGGGGDAAAAA
AAGQLEDGRAFCFLPLPIRTGLPVHVNGYFELSSNRRDIWYGEDMTGSGARRAQWNIQLLLRVIAPAYVAALTAAAAVLG
HGEAYDRLWPAADVAQPWQSLLEEFFRRVADMALCWSTIRGGCWVAPRSGVLRDQVVAASPPLAAALVEVAELPLLELPP
GVGQLMLRHMWQHLGHYGLRHLRRRLWGRHQQELLLLQLLQLVRKLPKRVAAQLVGLRLLPLLDGTTATLCAAVPGGKQH
PQTQQQSSPQHRGGHPAAPYPSCFLPTAEECTLLARAGGLLVDANELSPTGRSKLEALAAARVLNFAKLDSLAMAAVVLP
QLLPPAWLPARAVGGAAAGGRVVDWEIDPAGQAAGVDREWLQLLWRWLATHGSLPCFVGLPLLPILGGRLAPFADAASSI
SVLPPAEVVQRAAAGAGGRVVSTADGGVGAAADRAAQLAELLTQLGLQIVDLETFPDLPVSELLRGGHVHRCDGPGILAA
LQRLSAATHHPQAGRTTQAPVPQPAGGGPPIDGVGEQPASDGNGRGRPVLSAGLAARVTALAAADKHLLRSILLTEDCLT
ALTASGPSRSATSAGKPALPQAEARGLLQLLAALPIYESAKGAGAAATAAAAAGSSGGSGLQAAEPVFMALHGSGGTCFL
APHGVDVRVLGSLHGSIFVVAASEAEGRLMVTYLGVRAITAAEAFRHHVLPGLVLLPGELRNATVLDMLRGLPQLSAQDR
GFGAWLAQVPFVPNNKVWCIAARRPVWTESRATSHDVCCNALVTQGELHTPGELYDPRNPDLAALLDPEADFPAASLLLQ
AAGSASSAATNGGGSTGNGGEASGGAPAAAAASSTDEDGAGDASLVLYMLQQLGLRTAATLDTLLQAARFVERIADAAAA
AAVAATTATAAAADAPERPSAPQAPPVAASTTSAAAEDSDMAVARGKALLAYLEAEAGRIMGPVGASPAPAMSASVGAAG
TTGAAGAGSGGGSGLGTGGGARRFAAGLFSKARELFGQGTQEQPAVAEVHNFWQELARIRWCPVLQDPPAPGLPWPARHA
VPRLAAPRTIRPPSDMWLCSSCMFLVDGECRSSALAAGLGWSGRLGGSVLAQQLLQLGEMHTQVTDPALSQVLAGVVPLL
YRSLAELGLHEAPVARGLLYGSRCVWVGNGFAPAGKVAFKGSLDLSPWLYVMPAELAPFKDLLLSYGAADGFSAVQYCSV
LQDMAEATGAVGSASVSAATAAAAASSSPALPPPPPPPQPLMEVQLGQVVAVAQALADLTLPAGAIIYLPDERGVLARAG
DLAFNDAPWLAGQPSAASVRLVHPRISAHVAARLGTPSLRRLLLAASADCMALGTVGGAEAFGQSEALTTRLRHIIADYP
EGPGVLMELLQNADDAGATSLELLLDDTTYPASSILSPAMAVWQGPALLVANDAVFSPADFANISRIGQDSKASRPTSIG
RFGLGFNAVYHFTDLPCFVSGDYLVMFDPHAKYLPGVSAAQPGLKIAFARAQLLQQFPDAFTPFTHLGCNMQERFMGTLF
RFPLRGPAAAAASDIKTTPCSPEDVAALLESFRRQLPAALLFLKNIRLVTAYYRSAPSPPAADSGGEACLQLLFRASREM
VPPAGAAETASLAAGGDGGAEAAALQLSVSELSGAGEQNGLLQSAITRFIAGSASDPSDLASFYKRLANTSATGLPSEMG
LMQLQMETNLTLPPGGIAAVASGGGGAASATSASSAAEASSKPGHRAVPGMVTERWLVCNALGGGGARDMALKSFRNHST
KMVPWVGVAARVPSAVGGAVGGEVLATAKGDAGGDDSGGGLDGRAFCFLPLPIRTGLPVHVNGYFELSSNRRDIWYGGDM
AGAGAARSSWNVALMADALGPCYGRVLVAVARRVGPGQQLYRLLPSLETPQPWSHLVSALYQHQLGQLPIVWTRTRAGDG
RWITPTAALFSDAACAAEPLLRNLLVALGMPLACDMPPEAEARLLRGVPSATAVEPQHVRRHLANMLRAAGGDSAAVGQQ
ITAAAAAAADADIVGGGAPQHKAASATMGGGQLPQPLAEDAGGGGKAPIGASGSAGGQQAAQSQQQNQQQQQQQQLQKLQ
QELDGLPLLPLADGTLGRLQVTHQGAPASGKSARGRNSAPAPAHVYVLTHGSLELEMLAGLRNRCLAPGLPGPLVERLQR
VVDLRLFNVQRLSPALLDSTLLSLLLPPSWQGAVEPQQPQQPQQQVPVQDPQSPPVLLPPPSPGPTAEWIRALWAWLANR
EDVLQLASWPVLPIQGGRLGTLQEKSLVLREGDWTEGVTSALLRLGCRLLDTALLEKAAGAGAGAAASPALQACVQQPSL
SGVMAAIAAAKARGARPTSGPMAEPWSVRLSGLTAVERRQLRSYLLQSRWFTGSTPPLAQEGLDLLRSLPIFEVFPDPVP
AASAAKAPPPPPAEPARAAAGSSASASAQQQQQQQQQQQPSQQQQQQAAAQLQHFTALDPKRHRLAPSDTDPRVLSSAFL
RVDSPAEEALLERHLGVPRLSHPQLLQQHVGPRASELPRDALGTYVAGLLCRLAEVAGMWGSAANVEAQALRQALSEHPL
IPTAAPSGDLRRPSELHDPRLPVLTSLLPPDSAFFPAASLTVPAAAGAVTAAGAPPSRLLDALGFLGMARAVDLRVLLTA
ARALQTDHAAWASASMASVTQAAAAAASASSSALSAVTDASLLSRARALLQQLELWAGQYGSSGGGAGASPGREEDPKRA
WEQLSGLSWCPVLREAPEPGLPWPSMPTPLLAPPRLVRPPADAWLAALGWNAMPRVSVLAAQLIQLGRLHAYKPKRLTQT
EAEPQLPPPPQAQTEAVADGGADAGGGANSDTESSGGSADAQLSSVPEPAKSSEGKPTTDGAADAAASTLNKALESAVHR
LYDSLSAAIDGPEGDLVAMSFERPDPDSPCVWVGAGFVLPGVAVLRSEGDFRPYLWVVPEPLHQYGRLLSLMGVMDRFTA
QHYASGLASLAAAAAGSPLDDDSLALALQLADCAADALAAYGRPTGHFFVPDAAAVMTPGPELFFNDAEWLDARHVQMAH
GALPQTTAEALGVRSLRYAHEVEAQLTAALPCPSPGELRERLGLAAAQASEGRGVADPSGASAAGASAGEAAAATFLFEL
LEVADALGLRGVRLVLDVRQHPAQSLLQPALAAFQGPALCVVLPEVVLSTEEVAGLLCSRAQPPSIRGRVAAYSAGLQSA
FLVSEILQVVSGDTTYMFDPSGIYLGSGTGSTAGSGGGGGGAGRGRGGALSPRAKQYKHASSDLLSTFADQFAVWSFADE
YDIRSPINATLLRLPLRRASPPPLGSVAAGAAGAAAIARARGESVAAADTRGLRNGGLAAATLESVEAALRQFVVHAPRS
LLFLHCLHGIMVSLLRPQPAASEATASTASAGAATGSTAAGTGAATGSRAVREVLLQARVVTLDTDRLRPDFAALGAAAR
QRSSGPAALKALAQAFGRSLGRGGNQDNPKHYLCPLELHVMAHNALLLPTEPAAVSESPPSASASTPPPPVKPRGGGSGA
LGLNSVEGAVQGATVYRERWLVSSCHDLDGVPLSPAAAAASGGGGRPELVAAAAVCIGRDDQRNLFITSGLYAPVYLPAT
PSGSGSGGSGGGAALGRMPFLVAGHFYLLRRNGKHVVPPFARAEGAAGGGSGATPNTDAGVPGPGGPVTPPLLPQLQHRC
EHNRRVLDLAATAWQNLALFFCSQDQYNGPRERLYDIFPDMAAATAANAGGIADETALYCVRQMYAAAARLPLWRLRTGR
FVHLPEGCFLQPTTEGLGTAAMGFMARQLPLFDVPWITKQHLESADVHGLRTVSPAVVRPLLKNLGRRQVAGAGSAKIAW
PGLTVLEATELLLFCSADLVAEVTAASTAAPAADAASGASAPAGVGSARAGGRGQAAAPAAPPMGGGGSSPGQQQAGGVG
GLLDGLTSQVRNVVGELVGPALYDQLRQQHGSVESLGSTLLLVAPPLPALPTPAVLLPPHCGPEFVHPDCVAKMVEHFKD
PQYRSSLELRLYTLDNLARHLRTALPPGWDHPMASGAALQPSPSPAQQQQRQQNQHSDPRVGPTGLGRTWDGGSGGQQGD
GPSGLWLWQLWALVNGLLEAAREWQAIGGGSGSEGRLEPLHNWPLLPVLGSRAGTAVLLPEPALPAPWNWLAPALHAIGC
PLLDPRFRAAAGRHCAPHADGLPARGLAEAAAVAGSAATPLVEKMRLCNAACGGALPLRCGAEWDDATRAAVLGLLAEAT
PTNIDPADIIFLRRLPIYPTHGGVYTALEEGSPGPSTTSSSAADAAAAAAVETGAETTAAAAPPVVCSAELLHLVPGLDA
ALPASAPRRLLLPQPGASRLYTLLGVASLGAAGFLAAVALPHLERLPEEVRVMLLTHVQANWSRLRSDDALLAVLRDTPF
VLVADGALKRPGELYDPDHPLFAAAFLGCPVFPRDQFATPAWLTVLRDAGMQHKVTAAAFMSAAEAVAARGAALHMTLPV
EGLPEHGTSLEDPFLADGATEVPSPVAGARAKQGPALGGGREWWASLAKVAFVPASLGLPGSRKARQLLTRYSDAAAASD
WPLVWSVLPTVAAERQVPAALGQGQLRIKSPPPLAAVVAHLRRVGADGGEEALGGWPASAGGVEDAFRTVLSYLDREGVT
GQKAAQLRDVAFVPVARGTLLAPPRRLYVRLKEDFAPFAFEVPPSLASFTPLLKSLGAQDEPRAQDLVESLRALAAAVGP



QPLSPNQRAAVIRLMSHVAALGGAGAANGPGGGAGGGGGTVGGSAADLTYLATARRERRLLVLSSDGRLVPAHSAVSVGE
GGGVGAGAGRLLGRLDPGALTLAHPALSESVTRWLGCPRLADVAEERLDPGHPLEPVEEIQGLTLRDARALLASPAFVSA
CHALLRTHAPLVRGITTHGSLHEVAAVLRTAAPHLTFVRSLRTTAVLRSTGAALSPAAEASRVAFDFVEVAAVAPPPSAA
APSPPFGVISSLAPKSSPGFGAGSGLGRIFIAEPPQHLPVSWLLASVVSRVLGSPVVLPLQPLFTTPSSELQQLQPVLLP
GGFDAGLETAAQAGTPGAPLLPSDAALLQLKPLRRYCAGEVVAYQRNAAAVPAAAAAAAAAARRAVATPDVPLAITSNMC
YGRVAAHCAPTDSAAATGGAAGAGAASGGVHRVLVEVEPGVVQHLLSTQVFCFSEAALTLDCASRHGGHPYSQLVPTLYI
PRSPSSDTASAATTTADPALAATATTSQPADHPTIADRSGGTSSGSGAPLPSSVLSRGGGGGPEAAAPRPSSGGGVMAPV
SSQEMLAAVRDMMAAAGLPLDPAAGQLMGRVAALQEQLSEVQGQLAQAKREATSSASEAEAARGAWQCKICFSRDVDSAY
TGCGHTICALCANAASTNRCPVCRKPSQSLLRLYRA                                            
>Vcar_XP_002953777                                                              
MSGNGRQPLLQRLHDAPATAQVAQQAGMAQAAAGLPGNAVGEQPQMLPDVTLAVSVPMYGLAADLAGLGPSQPADPGDNL
LPVRPPARLGTARPNRPAQPPRVPGVRVARGANTGGVAQAAENPFTLMEGQAQQPFPGPDGEAQYGLALELLNNQELGFP
GPDQSVEHRTRRAGRPRGNRIARLGTSNRTDAVAASQPPPLDPFTVKEMAASQPGLPEPDYGIVAELRNRELPNPLASDF
GLAAEVARRRSRSPSPLSRTAGVLPPLRSRRRLDPVMPPPGSEGGVGYGLADEVAARQQQDAADMAEPFGAAARAGELDP
FALAHEQLKVPRELLEPYEATQQEIPGEDVRLKTSGDTVAEPTALGSEKEHYGIAQELGADKAIETRQGREAPGAVLPGQ
TSAVEYAEQPDPPGHKYTYDEDTGMLVTTAGGQGEGGRVARQYIEDEVTGIFFKLQSKRRKLFGLLRRKPHAIVEDDEED
DKGFRGRLRRTLLFLTNACNVLGMFAQGLLAGFALLNFFMTYMLYSSSDMRKFLSYYAPLAQNNNRIYYALITLSVIFST
SRLAQDKLRDFEPRRLQLGPVDVIQMLMYVGAYVASVLCTPLDDELTYESNRNPRFYELTWTSAFKRRVSLWHALNIIRS
VLVGLAWLLLIRAHMAVVAQAVPNDVAGPKIIAKTSSQPPHDTGPSCVGGDAEDCKVSQVKVNSIKDLAASTTLGFEKPK
VESSVVSSTLQPADCSESENSWAVVNQGVTSGTGAGATIELSSEDADNEYVDAPPSDAGVPAAGAPPGAPADVPNAPAPA
AGGVPPAAGFVDGAAPPLGNGGGPVVANGDGGGDQGGGGGGGAAASDDDDDDDDVENFMARAYELFLSANPTVPEACSAQ
EAAALAAATISGATGDAAMSDSPSTVVPAPAAASTLIASAPAAAPAAAAVIKAGGFFESTINLVPNEPSPPAAGTFASAR
SPAAAVATAAGMDSGSAGLSSSVPAGGKKSQAAAAAAAAPVPAKEPTTAADDDKEKGKACREIAEEEAKRKAAEQLANEL
IMAEEAEKAKKEKANKKKSEKKKAAKAAKKAGAAGAAGEEASAAAVSAAPTAPPPGPFINPALALVNPALAAAAGRLGGS
APTAVPVARPTMGVAPVRAFPAGARGVRCGSSQWRGLLSHSSSSRIRSMLRSQLLSGNRRRVPGGVQFAAAPVATGGTRP
TNAMAAAFMQYRSTTVTASAAAAPIPAAPAVTVQAATFASKYDDDEHLCVVCMENTRSILLMPCGHLVLCGTCLPAIEAK
GNLCPICRESIQDAQLMAQ                                                             
>Vcar_XP_002952874                                                              
MASNYFPVGLLDQPWGEDDSLGTLSSLERRQRKAAEKSDINAFYKFLGIVFVTLTLLLLGSELYTVATEPSRGLTGAFFL
EIGRMSGVAYGQLQNLYKAVGDVAWTGIAVVYGHDFAQRGVSITDGAAQLLANGLYYLALALSVLIMYYAHPAVVCAPLR
TAALSTLTAGGLFGAPTLYAWLVSRLCKTRSPEPVVLWALLFAGMMCFASLSVVRTVGIRPGDAPHHAPGVASLSRHRSS
AALRCQRPMTASAASAMGSGGAAGNAASTGSSGHRRSAQSRTTSVGRNGGGSGSGSIAAAAAMARGDAMQPPSMARSGSS
ASLTVSGGLLAAFSCLSGASTPGSTADPVGMQASVRAVHRTTGSSGVSGSRSTADLTPAPHASGGVPPNPTSSMVTKRGA
AAAAAAAAQRGTTGGGAAATGPFSSSSSSSFAPSASAAAAVDGRDRPTGHAYGLPACFDPVGVSSSKLAGSSAPPRSSGT
RRAMSAVLGGTAAAVAGFGSGSSSNSSCSASAAAKLNTSNSSSSSKYVIVQPPPPPPPRKSHVQIADSSVAAPAAAATAT
PASGAQPAGGGGAAAAATAAVTSSQSSVSRNPWLNPNPAIKLAVGLPKGLKSAPAAGRQSQSMPMSVHHPAAAAAAAAAE
APAGAARSSGGGGAAAMHSLVASSARSISYGGSAAATASATAGVTSAYPSIVDSDSHAYARPPIFGNTAAATATTAAPHL
SSEPVATAAVAAVAAAPVLGVPASVFLQPHTQEQLRNHFQSNSATTGPDSFISTTFISSDASVGPLVAHKHASGDLDIAN
VAANYHPYPSAVTTPRNEFSTVPILRAAESESTDSFSLFSTPPPPLITSEAAAAAAASIDPAVGLMPADAEPAPRGVSTG
AAGHVLYGSYGMYGGHYTALPSLGGDPVWSHNVPSVFGVPPGLKGARAAATAAMAPPPGFPSHAYGGVFAAGPVSGGGDG
WEQSAAAAAAVVATTASSTLSAALPLPPAGKNDVLASLGFVDDGADAAADGASGGGGGSSEDAGASCAICWSEPRQVGFL
HGKTSHLCVCRRCAAKLREGVHRCPMCRQLIERIIDIY                                          
>Vcar_XP_002952695                                                              
MEVNHQASKRVGTAADDIAAEYLLNLPTTEQRRTVASVSRSELLAAVRALSGCQRCGFVEQVLAAFDPELSSLAQATLAS
CSDTSNWLYAGVLPAAGGAGAVAACVGVMAPTQVLALLSSSGCSSGLVGLLQFAWKDAGGSGDWLALSDSLLIRPRLLRR
FLAESVGVMQALLDDVGDCRRHSGYPGPAELASTLARLDTQRCHTLQRLAAWGVLRAPTQPPPLQKQPTQQSVQEQTGTP
RLGVDTAVAAAADITGLEDSSGDAELASVVVDDDLQLALAIQLSLRDEEAASALGTAASAFADASAAAPQPRLTTPSLSA
PPASGVRCSPGVTSREPQHNHNQEQQQLQPQKHLLCSPSRRPQRTPPRPTGAASPGHSPAAAGMELGSRSPGSICCSGSV
AAATAGLAASSSETQVCGTPAARISMSAFLRMHGVHRDPHLHPGEEEGEVAVVMAEKRREEEEHVAASPLPVAAALAAAE
GMADATGLVDSAAVAALPEGLRERVQHLVTQLVQVQQRRGRLEHACQHGILAAGRKLLLILLQKLWGRIRGSAAAAAAAA
AAVDAAAAPTSPSEAAGERGDGVGDGLQQQTAEAHTGVGGEAVPEARQPPPQQQEQQSRRRLPRYEGLLADLAAGLEEYD
THMDLDLDRDLDPSWNLGLDLDSELRDLALAAELAGGLIGGGRGTDGSSSGGAAERIAELVGGGGGGGRTSGPTPGTRNQ
NRDDGDDGGRGSGGIGGASGGGEVSYGGWDAALVGGGGGLAPGRSPAELRLLQPLLAAGGGGGGGGRHTGSSTATRSRRP
LAFPLHPPALTSATAACRFGGGGGGGFGADCGGTLGQVVCRSECLAAREQQAEQLRVLQGQLLRCQASQSELQGEVGRLL
DLLSEQRRMQEQATTVLRRDLAQWQAEPGALQGMGTDELAELAGRMEAALSRVRAAQLQAAAERDLLCPVCWELRKGLVF
GCGHQTCCSCGEKLAACPICREPVSIRIRVYS                                                
>Vcar_XP_002952629                                                              
MLVMAPFVLTFDKFRRLGQHFVNNIWACVSTFPFYRVTIEGRENLPPPDKPVVYVANHQSFLDIYSLFHLQRPFKFISKT
SNFLIPIIGWSMFLTGHVMINRVDRRSQLKCLQQCRELLEQGAPVLFFPEGTRSLDCRLAGFKKGAFSVAAKAGVDVVPV
TLIGTGSLMPSGKESQLRPGEVRVVVHKPIPTSGRTADQLCDEARASVASALPPELLPPLGPQPPAQPHLSHALLGSQPD
QPQQQCLLLGQAARHTLSHRPRSQLPAPPGPRHTMLVYRNTFGAVCMRFHKTDVVTVRTNGDVVLTSGGFHTRTTYCTIQ
EALEPLGLTLQGTGPEGRGEWSVVASDGSRTPWEDGMVIPAKTDADRGRGQRLLDAYGVVAPSAAAAARAAAGFGTAAAS



AGSAAVPRTAESISNLQKLLDVALAMKDDAAAEASGGGGNGGGNGGATLAGGDGTEELDDEHACIACMAALKTTLLIPCG
HMVMCGPCAEQTSGTPPEGNATQEL                                                       
>Vcar_XP_002952222                                                              
MGCSSSIHAAPPSVPAHAAQQGIRAAHMVLEAGTVGSQGGGAAATKPQPVTPDSRVLRGQAYYSAGKVAEALKEFNATIA
AWPTYARAYLERGNVRLDQKDYSLAIGDYTMALQLQGNLLQPGAENAQVKVLKAQVRKAQAAVAGGGGGVVVPPVAIAGG
GGGSGSECRLRPCMHAALCVACAEGLMARGYGCPICSSKIEQVERGSFMRTFTVEEAQGVVASARVVATMVSPGKSPLGR
RFPPGPTAGAPVLDNIVEGDEEGHTAVENAGAVLAAAAAAAAAASDAGAVAAVAAAQRRNSNGAVVAAAAAEEEAAGPRP
PLPGEVQDAAADVRQEGSGADGRSQQRRRCSRGGGSGGGDPGERIRGGGGDGEGGVVDDSAAADGFDDADVTSPAALGPV
ASTYLANSLADWIDEHGGGGGGGGDSPARSAAAAAAAVVRNQLPPVEEGTDSATGAAAANDVAAAGEGRRSFSGFASATA
AAAAAGIAAATPEAAAVAATAAPATEIEADAGANPDGLDDLRREAAAAEEPVEVAATAAAGPVAEGCAATGDRTQVPPAA
AVVAAAAVAVVAVAVAAVGELEVIFESGTSIMAAAAPPVTLPSPPPPTRFYCLGQFQRNKAG                  
>Vcar_XP_002952050                                                              
MLGHAAAATGSKIWIFGGQQGRKFLRTLYCFDTETCTWTRRDTDSMPPARAGHSMVTVHGSVIYMFGGQGKRLYNDLYKL
DPITGIFTEVEASGKPPTPRRGHSLVWDGRDYLVCFGGINQSSTDSQLSVFSLSRGAWFTPQAFGPAPSARTQHTAQLLS
PGVILIFGGCNSSGTFFNDAIVLDTRTFTWHKPTLLNTAPAPRYHHTCSVVNGRIIIYGGINSKQTFDGVVVLETKFLSD
INSVAEELFRMSADATSAASLFNAAAAGGGATTAALPAGLQTSTANSPVNMTGSTGARLSAGPSVLSSQMQSTAQHQHPP
VQVVPQPGPASELGFSSSKSLEAVKIQLTDLLLRRNLEEQQLHTAKKAETTESLLIKEREAREAAVKELLQFKLLLAEAE
SAQASAQQELQGALAKATREAAAAAELRSQLEALQSKLATREEELQEARLLQDGLVKELGIMASRYSRLAVDVQEGAERG
GPGGGGGSAGDRGGGSSAGDRVSQQHHAGSSCTRRSSLSSMLAHATHGSGGLAVRGLGGSPSIAREATAVYPVSSLQMGT
ASSSMVASAGGSVLAGGNSGIVDVLQASGCYSVPLPGHSTASMLSSRQVAPALSSHCTATIRTSASQSAIPQSTTPTACG
NCCQQLLALLSEAEVHRASLLDSNQGLNEKVEELTAQNNMLYGQLQQMLAEGGALEPLSVGELEELERKLDSSSRAVRAA
LTQRKIDEAQRRSSTEQAACAVCMEGPKAVVFNCGHQSCEPCSVKMTTCPFCRVQITARIRLFDA               
>Vcar_XP_002951953                                                              
LAASRFLTHAGLSLDDDKDDNGDDELPRPARVGNGTARPVAVVAMGCHPSTGKQFRALTCELAGSSFVTGFSQAERARSS
MYDEYYPVGQVECCTPAVLLSSGEFWSLKRCDCSSSATKDCGGSDTDRLLWGFSQWRVTAGGEYIPVAPLECCGVCLGGK
MPDHANCADLDYCSNNGICTLGACDCFEGFRGADCSQRVDGDDGGSSMPCFSSIAMRFTFQTIRGMHGGVGGSGGGTGAG
GGGGGGGGGGLRQQGAGGAGRSAANTQARPLLLAAFGDEGSAGSHDTDEQDLTGFGEDDSCARAAGGGLYGTQSVHSYTS
LHQYQQQQQQDRSNHSRRRSGSSRPSVGHQRPDVLVPAQEGGGGGGGGGLAAMSPVMSSFSTSEAIIFQMDDVMTLLPPR
QSTAAATAVAVAGPGTTTTTTTAVVVPAAVAAVAAPARNPEPISGQPEAEQEALLVGDPGDNVNICRVQRGGPQRQHTEY
CRAAAAAAALDGRTPAAEVVTAAGRFELALPPPAAPSPQNQPSDAVAAAAAGQRQAGSHVYGSGGGGSGSGGGSDLVCCG
SGLGRSASGSLTLAAAVAAAAAAVPVPIGLDVTAWGSLPGTSVHTHTHHHTHTPTQTLPKQPTLAQFLPSPHQLLLSLPM
VRQPQQLQGTAGDSAAAAAAAAPAATASTAAAAAAPSLSSSSPSQGGVLVSVSHSRSHAFSLQTGWLDEQLTAEREPPAG
YDGSELQQAWSMDGGSSACAPLGVSRVHSRTQLMDFHLTYPGGLPGCSDGGGDGSIAAAATAAEGGDSQACGSGGGGGGG
HGIYPSQEWSQPPSEVHGSGSRAHGGRAASVAAGSQCYHLYGTAADPYEQWLHLDRRLQLQQQLQAVLHPVTGAAGRPQT
RSSSAVGAPEDAAAAAAAGGPVSAVAGYDDFYYHHGQQPRHTHHHPHPRQQHHHDTHHDTTAVATTTVAAAAGDIDNNND
NDDDDDGGGGGGGGDGVGGVGAAGLLSREPPQAHTYLDAGSETAVSAASVPSGAGGASVANCHQDLVSSDYGSETAAQER
GDTSGTQGGGGAAGTTASVGAAGGGPQPGMEAEAAGAAAAAAAIASSSGGGGGGGGSSANGFAGATCSICMEKPIQVALV
PCGHANVCRRCSRRLQRCPFCRKEILRRQRLFYSS                                             
>Vcar_XP_002950700                                                              
NWNCPICMDLLYKPCINNCGHTFCFWCMHNSMNPFRPSQCPLCRAAYTHFPRVCVPLHYFLASSFPEQYSERERENRGKV
KRPCILSCGCVVCRSCLPGTPRASRGTRAQGAAVAAVAAAAGHLITSPTGPGASPPPQQQQQRSSREHPEQQQQQQQGVC
GHLDPDTDGLGKLPRTLPRREGSASPPASPPRQRQPGRQQKMEDEGYHHDQQPRQQQEQGRIIDIWLALREEMAAQADKC
FTWYSVGCDDCGMFPIIGRRYRCVECTEVVGYDLCGACYDRGAAGRGRFNQLHRPEHRVVKVEPCFGQVAPAEARRGGAA
ATASAAGGAVASASAAERVDGGGGNGGGGGSDGAGVGDRPGVAVLEGLQLLTLMNYLEVLHPELTVEQATTLVIMHLGAP
GGLLDLAEAGLRGGGGGGGGAVGRGGVRGAPAARSSHTNVAGGTSSSSSSSSAAAGSRGLSFRWGLWSFSSGRSGGGTGG
AGDGAADAASSGTVVDGSGGRRFGGDGGGGSGLPWFAWASRRRGGGGGDADLSLRQRAFTGLQDVVRRNNAEQQDTPQQE
QQAQRLLGAPSDNNGDVTQDRETRQRNSSSNNNNISNNNNSSSSSRNSCCVQ                            
>Vcar_XP_002948292                                                              
MILKTVLQHHHYPRHPEEWKAAPQQLQQQHQPRPPLEQHQCPGYNHLQSQQQQQQQKQQQQTPSASSAAGARRSLFGSFA
LAEGSGSAADGAGQQHLQNQQQQPQREQWYQHHCSSSPPPPPGKYGSGDVLLATPAAAAKPGAAPLTPCPGAHNHYSQYG
NYYKSPQPGPPPPPPAAAAGPRSGASLMSSRAAAADCCRGGGSGGGGNGDDDVAAAARRQGADLVVMADLLIGRWRERCV
AAEDAVGGLQLELRLAGRRVSDLEAALRSAVSELDAAKERAAAAERACSERDGETHAEQRERVAEAARRAAEEAEAAAAA
AQAAAREQAAEAERRAQSGCWVAEAEVSRLTASAAAAEARIAAEADTVRQLREEADGAAEAHRGAEAALRAEVAAARAAA
EAAEAQRFNLERSVTEARARAEAAEAAAERQRRAATEAREQLVDLNRQLAESRAEAAALGAAVAEGGAELAAKREAVSEL
QRELSRSGLAASALRTQLTEVVGTRAELAARISELEARLAEATDRGCALQSEVESLGGKLLEAAGEMGALQRRCEGTEAA
AAAAAADVARLAGEVEMGAQLTAQLQRRIQCMCGQEDALAAQSLDTLEALAAMSEAALPRVRHAIVAARVAAARSEAVEA
AACAVCLTAGRDTFLNCGHIICRMCAERVDRCPICRADIYNRSRAFV                                 
>Vcar_XP_002947094                                                              
MTQLPLQTRHPHIDMGCTTSCIAPSVAELNKSVKVGDERMILLKLAACPKLLSTTTSVLSSAGLTPVHQACESKQVKVVE
QILSFMSCSSLETVREALMPYCRRVGRQLPSSVVEGVRLVVDMANSKGQTPLMYACFSDCPEIVKLLLAQGADPWVGDRC
GRRTALHYAAMGGSSACIQALLKHISPRLLTRQGVRYVDARSLCGLTPLHYCVYYGNLEALRELLHHFDPQINAATTSES
YDVSVTCEARSAPLHFAAVTGNEEAAREVLRYYAQHRGNRAVADPRTRSNAAGQLPWQVALSHHPAALSMASLLHPGQPL



ERLLEAGTGPHGAPGAGLGLGPPPLVAIAAAALRTKLLSEVRDIRDQHQPDKTVRVREGAVSNEAEVGGKEAAGRTEEGG
GDAAAAASIARGEFEAATALAACTDTAAAAVRVGTSVCCGSSTCGERSGRRMGQYRAGRGRRSASVAPLPDCCSRCTQDA
TTRAAPQAAAATAAVATSAISCYSSCGPVEGGQSQSRVACGAGHPRGPPVGEEGQACGPAASTAAPAPAAMQEVKEEGDD
DDDDDDDDDDKEDLDCGVCFAARVSVSPAGCSHGLCTECAEQLCGGVTRRPLQCPFCRRVVTGFVKLRSKPQPH      
>Cvar_EFN59923                                                                  
MEPSAYRARAAEQGEYGISWSAARAYTHGDPAAAGWDFAPGPHGWAFGYGGHYPGYAAAGYAYPGPMAVPPMAVPPGYTA
VMAAPPWGFAPAPPGYGYGEPPPGSPAASLLSSSSGGCSRASAGSTSSSGKAGGSTGASSSSAASGGSGSGSANSGRQTA
GGSLSSAAASLPAPAGEGGSSSTEADFEPRTPDATADAPNEHPAARADQAAAAAAGAAQVAAVAHRLQEAAVLNDDSPTA
AAAGQSQAAAEAAAPADLGNQAAAAPADAAEELAAPVPAEPASSAADEGVAQAQPAAAAAEQPSHAQAEEQPSGGQAAAA
DAEEPASAPAPAPPAAAPPPPPAECCICLDAPPAAVGVPCGHVSLCVPCSVAYLKAHKECPACAGTLEGLFARGRGLLQP
SAWGRR                                                                          
>Cvar_EFN58264                                                                  
MHPIFSVTLFTGQQLVLEALQRWLTRPCVDADAQRQRRLGLKSMLSLLVKTTATGVLATMLDAAIEFRRRQLLAAAAAEP
EDGAAAGGSRFPGLGMLSRAGIASWKNRLLLCIDELERRAEAYGIESRHRFSPSKAAEGEAEADGSGGKGAALALPRQHA
SCLDLDGAERSQHLGRTVEQLRELVKQGDAESQRRLDDEVGSLVDLLLGTASLAPAAPPAATTPAAPSAQPACRSRSVPA
ALDRLGCRREAGAGCGCMRACRSRPALAAAAEERAGVEAEAGSPCGADLCQICMDRCTDVRVAGCQHNLCFGCARRLCAS
QDHQVPQCPFCRQPIEGFVAIAAACPVTCSAASSASCLAAAGAQVVLA                                
>Cvar_EFN57168                                                                  
MGGQYYPPQPQPYMNNGQMYGGWRPPYPPQQYPALMQQHPSGRMPPPPPGGAAAPGAGPAPGPSQELTQTATIRNAVNLK
KNTLEAVPIPGTPNKLAITFTFDASQPCAVTTFVAATEEPARACRLTPAKQEAAPPLFYEKGLGLKFPGSAPEGAQHVID
MGLYDEAALFAAGRDTFPLVVRLETVTDKGRREGRTLQELSPGAEQQPWVQSQTTFAVLHREEDGSFAVRTTKQKIWVEG
VSYELQEIYGLEQSVAAARADADDADNEERLCVICLVNERDTTVLPCRHMCMCHECAQELRKQTSKCPICRNQVESLLHI
KMYKGPKPLPQQALTER                                                               
>Cvar_EFN56652                                                                  
MFMNRDRSAAAAAAPGPGPAVAPAAVARAAVASGAAATSSQTCKRAAAAAPDAQPVAKAARKQPQAEQAPPQHEEAQQQQ
PQPPQSNRDAATKSLIAAARLGGGRHKCLAALHAALAELGEAGAAGSSSQADPQSALDEALIAATQNSDPGACLAAVKEL
LDAGAVPNQLAPQGSSGSSALPDGPALHAFLTKPSRTAGWTADQHTAVLAALLAAGACAVSSDPRLKVPLHLAAMLPNAA
AAEAAVAALVAAGADVDAAQPATGLTPLHHAAFNTSADAARAAVSALLKAGADPLVADASGRLPATYAASCALTPRVGAP
VVEVLTNAVAARWQQARQQLTQLKEQHEALQACTVCMAAPRTTALLPCGHFAPCAGCATACKQCPVCRAKPRCRQTIHLS
>Cvar_EFN55696                                                                  
MGNAQAKQARNAAAANDVPRLTQIVSSRGGQEALLRHSFWKARTALHCAARAGCAEALAAVIEVAAHRTTTAAGESLSGF
LNAPDHAGDTALALACKHGHADCLRELLEAGALPLPANAQGTTPLHYAALRGHAACLRLLLSSYVRLPDGSRGRTADALV
PDVIDTERYLDTRAHSGLCALHLAVLSGSQSAVVELVTAGAQLTRHCCLTALHMAAATGRASLVTTLLHAQQQRHPGLEL
RRMRNARGMTPLNVALLCGFSNMASLLAAGAPLPAAPPAARSRQLPPLLRQQLLVLVHRAALLSQLRQLGLGSAAAAEPP
LPPGTVQRLESLLHSDSATASQVLAAVDELLENATAAHAAAHAAAGAGGGGGAGAGEQRGGQRSRRRQRRLQQERERVAR
QLASAQAGADWTLLDRNRTLWHAEHSSSLYPLSRDGEAAAAGEAAPRAAQEGAAMLAGALLGDEGEERPRQQHPERQQQQ
QGAGQPSASSGGSGSSGSDASSSGEEDGRKPGCAAGQLGAAAAAAAAGSEAEAQVCPVCLDLPADISLAPCGHAACMACC
GRLASYSSTNSSFGLPLQSPLCPLCRAPIEAFKQAAPA                                          
>Cvar_EFN55584                                                                  
MGANLSTPEKIAKLCRSGDSANLQLLLTDLQRNDSQFRANRARYIEVADEHGNTPLTLAAARGHLPCVKLLLQFGANVHH
VNQKPDGGSALHEAVAHKHEAVVELLLRSGANPFVENCKAPPSRQLTHCVFLAYKTLANTAPSCRVWLDGARAREVYNPK
AEARLQPSGGGGPRVAQAGITLHRKHELPSGVYTTGGHAGGGMNPPEGYTFYLRPDDGRQMSINALDKLIRTVNNRGFPV
DASPASGGPAAAAGAAAAGPAAAAAQQQQPAARPQLPPAQAGPLYSSLMGVAAGATAASMANTPGTWSTQEAAQQDGTES
DEQIARRLQPWLLGLGAANICCPFVPALCRPWVQEEYDAELPPPAVAAPSAPPPATAAPPAADYLTGGAFYPQVHFGDGQ
AHAAGPPAALQQHDTLQHAASAASAGTAASSAPETPAGVGVENLHSFGRPTAPALLDLDYPAGPLAAGVAGGGGASAPPQ
HLPLSTSGRRMSAPRLQDDAWLADVPAAPPSRPASESGAAAAAGAADTDDSSVCVFCMDAAATAGVLHGESVHRCLCREC
AVHLKESNVQLCPMCRDPVEAYIMRVF                                                     
>Cvar_EFN53948                                                                  
MQRVLRDRPQLAAFTGFHGTTSPLHRAAAAGHLAVCHAIVEPLKQRVALSAAAAAAGGSKRSAAAAKWRRLLATVLNQRS
HKSLTPLMLACEHGHAAVAAYLLREGADPLAADFVHSRTCLHYAAVGGHADCLLLLCSDGAMVATQDGARPLRDVIVSDM
QVQACRFIDQRAFGGLTALHFAVVTGSLEAVQALLRGGASIMVKSDGEAYIGEDFLVPGSSPLHVAVIINNISIAHMEMM
NILGTALDERGRRPWEGTSRTDIRSVRNHFRKLPFHLARERHQPQLMSLVDPRIPIDVALDAARDTEHGIGPKRLSTICS
LVLQRTLLQWLDNCQRELAREAAGKPPRPRASMGRRSSSRSKISTIPAAAADATSPPPTAGGPAPAPAGAAQQAAGDAAA
AADVDDAAAVSPFAAAAALAAALAGNWSAPPSPHPYAHIPGAASAPVSPGGRLGVAAEPAGPATVGAVPGLDAAAGQAGA
QRMASLHGYMGMLSIKRPASTAAIESAAGGAAGARQLARQLSGSVPPHQLLRNSSGAAGMAAAARVRFLTGPTGVAADAG
TPTGAGSMTDSPRLPPAASPRDLPGGAASPPDRTIKVVPISHRRTSSQGNLRLGGMALPGMGMGMGAAMGSMVFGMRRRS
GEGGGVLPPPPPEPGAAAAAAAVAAALAGEQGAVQALALASDKEKDLGLDSEGEPDSPLSQGEEDGEDVECGVCLDALVE
VAFASCQHKLCLACARNLTQQNKKPPHCPFCRRLVVGFQRVSVTGLPLGTSSKSLGSGVQSGQDGAAPPAAAC       
>Cvar_EFN53672                                                                  
MVAGELEAAAGEPAEALQRLPLLAALLLCCTVGQADQAGVPPALRLFSSPSRFDFLDSPLWQARIEAAVQAAPEVSAWLE
ERHSSPTYTDAEQECRWCREELKCQLKMYGLLTRFLVQSRPELLLQRHNRLADSAGTASHPAGSNPNQSLGQHLSTSLLH
VLLHLQHNRTFAALRQSAALAEQLGWRWSGTHLTALGHGHQPCWDQLALLRVFMLYDFLSHQLNFGALEEEWQEHLNVLF



MQSKEHALPWTVEGNLELASSPEPRGGHMWSTSVQWAVPKLWFDISEYISTPEEPQWHHAESRAFVAAGYAWYPIVQALH
KDVAFGVRLWAPPEHCGQELVFNVSFVVQPGTGSGATGWNASWLCAWPESFDEMLVCSAPKAMPLWRMLTGSLPGYVEHE
ELLLSVTVGLAGEDCVTKHTRYDSFSMPSEARLAASEECQRAERSLLGPLHQDNKPQAMLASPIIRWGFLRGHPGLRGLH
GFESRRLPGSGAQGVGRQLAAAAAERLASTPWVDAAQYADPVAETALAQAAHLVDPAATGSCGLGRAEPAGYEEEEGFCE
ADVWEEEPDVPASHLANALAALGLLAAPLAERPTEGDASQVASSSAVAAQAEAAAPADPAAISEPGASAAGPAGHPAADA
AAVPSPADASGEAGPANNSASADDNAEAEEATADAILSAPATAAAVPPPVVAHAVAPPPPPVLLPLPQLPSLSDILEAML
PPHAAAELPSEFGWQDGGAASPTAYQREAPADSVQPLHVEAPVAVGGGASSSWSAAAPTPADAGDAGQGESDSWECIVCW
EERRGVVLIPCGHIALCRGCADGLMASKQPLCPVCRAGVSFAQTFFAA                                
>Cvar_EFN53438                                                                  
MAQLDAEPKAPVQAQGSEGEAPAALTPADESEAESDPPPGLEDSDEAVSDGEVGRAAGPHQESLALRMFHAAAPAPAPDS
SAELSGITAEMARRMVAGAPAAANKVAAPQPNRSRPGKPAAGLGGSKRERSSRVPAAASGRSSASSSHDVEGMPDLLVTD
DEECQPSAAPADPPLPPLPPASDGGSASEDDDDAPPPLLGEAQPAAPAAAAPLANGTKHAEEEGEEDSDAPPDLVDRSDN
ESDGSGDESEGTPLSEGESKGDGTDEPAAPLQPRSPPAAAASMPARPLAASPSPVALAAAPYGAQSEEEDGEEPPPLAGT
DSESGSEGEGGDVDTRGGRAAAAPKPAKPAEKRPQSANQETALQAEARRKAEEEAKKREEEKEAKRQEQLRRQAAAEERR
QEAREKEKKAREAEKRKAKKEKQKAKKKAAAAAAEPGDDGAGPSSAPAANAEATSPSAAAAETAGPASQPASLDEEAGPS
TDGRASPYAILEEASAESAAGDAGPTKLSKKQQKKLKQQQAAEAAAAAAVALVPRTQPGVGNSSSSASSSATASQSTSAT
ASQSTSATASQSTSATASRSTSAAASRAVSPLGPEMLSPPAPAAAAAAPAAAAPPARAPLPTAAGPLPAGGSGASSSSAA
EAPTPVTVQRQQAQKMNISGTMAAKQVLSIIDAAEAANDLSQLQQAVQQGVQWALVRDNPNATEGDRKQVSQRLKQTKHL
LREMMSRMKGGGAGGSASGGAPSTPASAAPSAASRAAPAAAPALLPGMPLPPGAAAAAAAAAGRGRGRGAYNPLAAGGAA
APRPAYNPLTANGQALAPQSFIQGYAPPRPPAGAAAAARGPGNLPAMPVPGRGRGGAPGRGGYRPPGMAYQPPPGFGTRV
PAPPQYGTPQYSVWLQQQQQAAAAAQRAAQARGGAPLPPGGAASSVKWEAPAMPQGFERSESQAGMSASASASSLEEPDE
DECIVCMAAEKSAVCLPCGHRNMCSACAKEFVEKSHTECPVCRVVLEGIFLIDQGKTIPVPKG                 
>Cvar_EFN51186                                                                  
MSAAREGSRDGGAGPSVPQPVKTAQAVTQAAPQKQLAEAKETLHVAVQRPGRLVCLKALYACLAEGADVNEKDADGCTAL
HLVAFYNPDPAAVGAVIAALVAEGADVCAKAKGGAEPLHWAAKNPHAAAAAAAVQALVAAGADLTGKETKSGAEPLHWAA
KNTNAEAATAAVQTLLKAGADAGVCTSACDKAGAPPWLLVLERADVAACGELLQLLAPGEHTAAADGAGSSSDGSTEQLL
KATAAAVRQLLKRKQPAEAEAAGGECVVCLDAPRTVALLPCGHLALCAGCAKKEEARRRCPVCRKKCGKPRGKAVTIYHP
>Cvar_EFN50804                                                                  
MCAATGRCPSALCGSSCGQGAACSSAPYWDGANGGGEAGRQEESFFEAVKKAGRHACLQALYTCLAEGADVNAKRGIGLT
ALHWAAWKNPDPAAVRAVTAALVAEGADVRAKDQQGAERLHWAGWNNNAEAATAAVLALVAAGADLRARCKDGAEPRPLH
TAALCGNAAGAAAAVQALVAAGADVRAKDRDSDEPQHAAQNSNAEAAAMAVQALVAAGADVRARRNDGAEPLHRAALNGN
GVAANAAVQALVTAGAAVRARDKHGSEPLHAAAMNNKPAAAVMAARALLEAGACRTAVNRDGCPPWLLVLERPDAAQCGQ
LLQLLLPPGELHLSSPALQRLAVAAGALPAGAGSRLLAAVIHQLLSPSQPAGAEAQNRKCVVCWDAPRSVALLPCGHLAL
CARCAERQDVRERCPVCRNVCTGTVTIYHP                                                  
>Cvar_EFN58285                                                                  
MNGQGCSLCSRTFARHDLRYTPVGGGVRQHGSDYLCRQCWQVISGQPWPEQAESGAMNGGLNGQHSGSPPSPEGSGRPPL
DRRQQQLLLQQQQMQAQAQAGSPASMDVLQRSTSAPMSGLTAAQAVHFTQMQQQQQLTAFGLQQQHALGRRSMSFHDIQQ
QQQQQQQAAQAMPIGCAGAHQRRPWQPASLPEQLAVLAGSDDPRWGNLAASASGSDHRRSRARGIGGGHYLGASAPVRGG
LLSGSVAPQFNMQELGGMLDEASLELFESQSHLLDPDSLAALQKQRQLLDWQQGSVGDEAGTLAAATSMERQDSAGSGNE
PLEVSNMKRQVKAALQERDCQAQRNNDLTQQLQDKKRQLFSAIQEREGLRQQVRGLEDKCREFQQALMCRMCRSVQRNCV
VLPCLHFLYCEVCIKQHCNTSPSCPACNSSISGFHTLRLH                                        
>Cvar_EFN57061                                                                  
MPRSRGASLSSSWSGCSCANCNKKRNVGLRSEDLDLLAEDIADYLDQGDFRYEDHPEVEPGTPSWIFDANTAAARTLVAA
VSAGDAERLAAAWRELALEENIDDFYRCEAAGQLLILGAQLGKASVVKPLLGLGASLDAVDEHGHQGPALLHAASGGNVN
VVRALLEVGASPDQQDVRGQSALIVAVLADRAAVAEVLLSAGADPNRADSFGATPIWYCGQFNALDCIPVLGLHGADAFH
VDPQTQDDPVEAAMKQGYTRAAEALRRLQQRQRMRERQKSAGGGSAAQQAQQGPASEQELRQRQQQADAAMAALLAELEE
ASVGGGGGGGGGGKQGGKGKKSKQQQPKQQAAQQQQQQQQQAHAVQHRAEQPHGDQQQQQQQRSRPQHGRQSQPRQQEQE
QPETPPAAPSPSSSGPLASLIAVLHPQSEAVVVSAAQAARSAAAEAAANGGGKKARPKRSASSSANGRHESPPAEQQQQQ
QQQQAQQEAAAAAAAAAAAAAAAAAAEEAAAAAEREDPNAELRQAPPSCCCCYTRVHVCVRQWEALLAEAAACGADPEEQ
QRLGGLIEQQMPGVAEAGVSVKYGKKLLGKLQRAPAAAAALAAAAAAAAEVLSPGFEEACAAEEAAERRANPAAALPDDL
FSDEPPEAARQPSSAERRTREAEAALEAALAEARSLRAFLQEAALEGAEATLAQLQHRRRRREQQTAAAAAAVAAAAAAP
QLLPANGHLGGLPLLQQAGALPMQQQAAAAAAMAAAAAAQGVHHDGLSPDNERVLCVPCGHMCICTRCLPAAQADGKCPL
CRMPLQDTVQMF                                                                    
>Cvar_EFN55469                                                                  
MGATASRLAPRKSQGAALLKATRGGDVGRAEDILESSPGAAAYCTLEGLTPLHVAAGARNADLLERLLIALRQAGSHRQP
KAAKKSFSKTVNQKNVHGQTCLMIACKAGAADCVRLLVEARADATLFDDLNQRSCLHYAAMYGWAEAIEALLEDESVVRA
GDGHQQPLREAMMADSQGHHRYIDGRDGYGLAPLHLAASQGHLAAVKVLLKWVRCNVAYNLGSTDPWTPASTPLHFAAAG
RGRIVAAILQAAAEQEQQALAEGRGPPLDIRLLQDFRGHRPYDIAMAAGYRSIAWALNPRVPLAALLQRATATPAVPSLA
LLAAAALRRQLTQRLAELAGAVAEARNNGAAAVAEDAGGRRGGGSRRSGMPPSREGSGHGGSSYAAYAAAAGAAGRTLQA
AVVARLSSGPSVGRLSSAGGGGPGASTHRRQGSFGSGLPATHSRHASESGMGSSLHGFQPPAPPAARAGSWRGRNALDPA
FSPGSAPAGQELLCSSATASPAAVGLLSVADGVATASPIIQCARTATSVTSVAGCPVCLDSRLEVAISPCGHGLCLDCAQ
HLTQAEDGCGGPLGTTAVLPLCPLCRGLMAGFKMLPA                                           



>Cvar_EFN55253                                                                  
MLRLLAEVGADLALPTREGCKTAAQLAEERRHPGAVQLLKQLGHQRGGKVPAMAATGDTRSCVSSAPACSRPKQIKKRGG
PGGWDAGGSNKGTAGSTAAQAEAQPGQDEGGSLEALAEARAAVAAARAAATQQHAALDASAAEPRAPQLAAAPGTAGSDG
GHRECRLCMEPAAQLEALVPCGHCITCQPCTKRLLAQPTQKRVCPLCRAQISASVPDTFKIYHG                
>Cvar_EFN51981                                                                  
MPCPRAVLCCRIPDNQTQGFLGRVVDEVQGSRSVGVRQVERMLPVGTMLTAVGELATAGGKMLVLRAPRDGAFYLSRQPL
PDVIASLQASSLACQQWAAAFTAVGASMLVAAATQHALTWVRQRRLRQRVEKAMRERAAAAAAAGGGGAAGAPAASAAEP
QPADVAEAAEGGARPSLCVVCLERPCATVFPACGHMCACSRCSHGLRRCPICRSRGAPIRVYTA                
>Cvar_EFN50803                                                                  
MTALHCAACTNPDPAAVRAVIEALVAAGADVHAKDFYGQEPLHWATRNSNAGAAAAAVQALVAAGADVRAKANTGTEPLH
WAALNEPPAAVVAAARTPLQAGACTSAVDRNGSLPRLVVLRRPDAAQCGPLLQLLTPGQLLTPPHGERSASAAGALPGGT
GGSGAAAASRQLPQNRQSVVPEAHNGECVVCWSAPRSVALLPCGHLALCAGCAATDLATKRCPVCCRVCCRPAGKTVTIY
HP                                                                              
>Otau_XP_003083824                                                              
MGQSQSLSTRRGRRRDRGVDRAFDASGTPGIDPRADLRAHARATTDTTGAPSRSALASASTATAGGGTNERPERDANENR
GTTRETTTIRSHVNVNKATITCVTGEDVESERRGDTAEKSSTPPPGVDANKFGVRFKLDCDEACRVTVAYVARELPRVSG
KGAFEPASTNPIARTNPKSSIVAYVEAGLGATFTQSVEDFIDARSFGGLSELTTSNANESKIYPCVIRLECVQDDAGGTR
TLADLPEVPNGGLAPLEPWVQAQTTYVEFERAGDASAPKWSARCVKQKIWVKGASYELQEIYGIVDDVHNGLNGAGGGNP
DDDLCVICLTEPRNTTVLPCRHLCMCAECAHHLRLQGSTGNVCPICRNPVESLLEIQVSEVDASDASVV           
>Otau_XP_003081258                                                              
MAHVNGCALDAHLRRVEEELGRFGAPAIARLAGAAHSAYGSELYPGTLVRLRDRRVLREVLGDVGEMLVFVYGTASQRAW
YRATLGETRPFVAVNFYTGERVEIQSDALVGIVTLMHAADIIAVLNPTRGALSTAVGFALHLMSVAAETLRAASKTSSDG
KALESLARTIEDVGLDEVTKRMAILSDSSATWRPEDLDDAVADLSRSSTWSTVRCFFITTVRSIDAARPVRRVADAMRDL
EASFLITAQREAWLDGERRECALNEAFGIMRVIGGLLNDLAMSLRDEAFRREWIERDPEGHGVTKKTAWHTKLDVILTRG
SGYYDALAMRDDDVHSGIGPGRGVALLGGTRNDADAAYDISTDALWHRQNLRRQRVSRSRYLQFGVITGRTVLDDDPDDP
FNACALEGVEQQSELLRLRDEVERMKLEREQEVLCTICYTNKRDTVVCPCLHLMYCHACVSRLRDSAGEGRCAKCPHCRA
PMSGLMRIFS                                                                      
>Otau_XP_003074603                                                              
MPRRGVLRAHILLACVSTALAARAPRPSTSFEVFPSSRAPTSNATHVSSGSARARAFTSLDDAPVFDQLELCDCAFSTSE
SGLECAREGAIVAGFEASGEYAGRADDGGLVPLSRAICCVPCFGSGIDRGMTVRELFPKVTDERDASATIGDLRALSVDC
APTKERATRSGGDMVCPGGTFLQGFKRSNRATGNGGKPFYYPKDQGICCKVKFVLPSGNALGTEQCECATESGYDVSCGQ
SNVPTAVEKNGAAISGFTSVISAMGALGSPMLVPSTPLECCNACVRKDANPVPLSDGCSHLGYCNGHGDCLIDGHCECHV
GWTSDDCSEVDDATGMYGETWQYAVMLAGVLLGCCIRAILCRHVEQVNMIRAQRLMMQEPLLRQREDNTVMDEWEEASDL
STSESDSNGARDEEDTEDADTECDDTESYEADEPAGDEEMGAIPPSSSLNEEDEATAELSAETKPRMRSGVPDTECVVCM
TTQVQCVLIPCGHACMCRKCARRMRRCPICRVIVARRQKLYVNG                                    
>Mpus_Micpu20226                                                                
MLAGVGLLLNRFVRAKIVEWRERRFKRRLAEAEKARREREGGGGADGGATVDDPSSTSSRGGGGGGGGGGGGERAPGETC
VVCLYEAASVVYKECGHLVCCELCARRMTRCPLCRRKSAWMKVFRAGG*                               
>Mpus_Micpu182323                                                               
MPPPQPPPPPPAVERTTKTATIRNHVNVKKTSVSCSAANPFSPNKLKISFKFDANLPCHSSVFVLAIEDRSAPGNALSQK
VNAPGSAPRRVAHEKGLGQTYETAFTVDVSPYSLAELTSDNPDGPYAIVIRLECVTGGASAVEDVGTAPVGAPGCAQPSW
VQHQTTFCKLRKRDDGSWGVIATKQKISVDGKSYELQEIFGIENCATGNPMGGGGGGGGDEGKECVVCLSEPRDTTVLPC
RHMCMCGGCARELRHQSNKCPVCRSPVESLLEIKIADRDGGAAAS*                                  
>Mpus_Micpu164311                                                               
MGCGASTPRSMLYPRAPRRRPVRRKPTKAELLKERADVNFFDASEAHHHGEHERALEQLTLALKLDPKHKRARLTRAEVC
LALKKYDDALEDASQAIALGHPDAYRVRGDVHLARKRFRDALADLTIAVKVEPNDRRAWASRAAAHAGLGNDAKAKEDVA
EAAKREAAKEDAGLCVVCIDEPRATRLNPCEHSALCEACATECRETLGCCPICNTMIKAIEYGMFMNTFAPTNTAALGGL
ASAIKRAREENAQMATLSRIGEGSPLMDESDDDGEITESSEGGSLVGVGVGDANANARAARGDDAAAAGRGDGGERAATP
PPHRDYSQYTVGEDMRVESAPCTPAVLRGGLAAADGNGLSDLLAATPAAMGGEAVVEDAEDGEGEEEEEEDADGPTPLIG
GVETITPQGTMLAAGA*                                                               
>Mpus_Micpu194601                                                               
MSSLEDWHCPVCRDMLCKPVVNACGHVFCFWCVHRAMDGLGTSHCPLCRADYTHLAAPCTALSEHLARTFPAEYAKRLRE
NLDEEEANAYGNSPDIPASVVLGGDARDDDDDDDDDDDDDDDDDATPLEGRPLFDALEGRRPTPSPDASTFECCYSHDAD
VVSKAEPGPHAAWEPVVLLCGCVACKGCHARRSDGARCPRCRRRVVRDDPEVCILMHEVIQRSAFAEEAREGAARRAEEA
REGAARLAEEKLWSFRSGSRSTSSADEEQPPAPRLGNLPGRGRVVNPLTFTHLGVGCDVCGVYPIRGRRYHCKDCPREQG
GGFDMCQACYELDDADVAGEIDIGGAVIRGRFNQTHRPGHQMQEVAARPTLLHFLQDVHPELSPAQILDLVQMGISREEG
GGGGGDGEANAVNAAVDAAVDAVSNIAAMGTHDAATMEAEAEEELLGETEIDLLREISENFEDYIPEDLRDTLDADDEHD
EYERTDECDEDG*                                                                   
>Mpus_Micpu59609                                                                
MEDCCVVCAEPLTFVAYGPCGHRDACVECVARLRLVMEDKRCVICQRESDVVFVTRAMGDYTETIPAERFDGLRRRADDG
ELERDAVLGMFFDDRATCAKIRELRGLRCRACGDASAEHGSLKALRAHLREAHGLHHCEVCLEGRKVFVSQQLLYTKQQL
DKHKYGGVADKDNAFGRDGFTGHPSCKFCKKFFYDEGQIFHHMQSAHETCHLCRRARPDAYVYYRDYDELERHHRKEHHA



CLHPDCLAKKFIVFVSANELKNHEGVEHGHAMTKAERKEALRLNDLGFTVGASGGGGGGGVPRSSEIERARRAARARAAA
ALPTASAAEAAQIEAALRASTLHGGSRESTSNGGSSSSMPRTNSIEEFPGLGPGGGGGGGGIGGGMMRGGWAGRGETASH
TTPFAWCTPILKDFSRRHSSPALPFQRLTGGGSRGGSRSSSPAFGANAHSRGGSVGGPEDFPSLGGGGFRSDAPLGRRQP
APMPSAATDALAAARTRDGASFAAASASIGRPAASSSAAAAAAAPAAALAVENFPSLGGGGRGGGRGGGGQWSRGRGQPP
PGAAAAAARPRDKPPSKKALRVAAASEAEEAARLASLAARSDALVARVRELLGGDDAAFQTFARHSSAYRDGSATAATYL
AKVVAMGLDAACVDELAALMPDDEKRSALQRAVAAAERARNRSVGGGGSGGGGGGGGGASVDRAAALLFGGGGGGGGGGG
GASEWDCASCTFRNPASNARCDVCDSPKIASAGGGGGGSGGLSAGGAAAATATATATATANGHPPGPGGGKKKGRKGRGT
TISLTAVGGAGGFELDEMMNPNGRKNAWG*                                                  
>Mpus_Micpu192384                                                               
MTRALLAALVATLLVREVAASRPVPVAAPAPTDTVLSLCDCAFEEYGGNLNEPQDGLACKRDGFFVAGFETPGQYAQTHG
SFIPLSRAICCRPCLAPGTTSLPGVGNVSAFESVIASNCQASKRAGKSSDSSIKGLSCPADSFLQGFLHDVRANPQSPSQ
YYYPFDLGQCCSPRVLLANGAELPVERCQCTRNSAAYAVGCGAANTPDSAAASGGLIFAFENSLAAASPSGEPVDVPVSP
VRCCKACISPNAKPSMDDCSALDFCRGNGDCTADGHCVCRDGWGGVDCGDVDGDARALRATMVNAALVACALVFGCLVGT
GRFVRCLGLARDRRPTALEELLIQGESGEERDGNEFDFEADDLSTSDESERDGGGDDDDDDGDDDDDGDDDDDGDGGGAG
DGGDGAVEEGDASEPATESDATKPSGAGDERKGAAIDAHGGADPRSQDAMECTVCMSARVQTVLIPCGHACLCRKCARRI
RRCPCCRTVVERRQKLYLGA*                                                           
>Mpus_Micpu63642                                                                
MVLKELGVRGTDTTFHHSTKRDRVVFVDDVPPGLVCPACRDAFVCPMIAPCGHSVCKACSEKVNRATGRCFTCDAPANPV
DLDDDGVSAVELGDVRALCRHGVGVREGEAGPEVYVRHDEFNVTACSAGVRLRDLETHEAACQFRPLRCDLRDVVHRDED
GAVVDDVDAVDNKENVVDGWGAGGANDNNNGGYHEDACGAVCLLRDMPAHRAECKNRLVNCPFASAGCEWRGAARRLSDH
RNHCRRQPRECPNGCGAMVSVGAMMMKHLERCKLAEVACDAPDAEWDDATVPADDPRRSNLDCASIRARCPAVVKRSLLK
KHRAEECAWARAKRCERCRAIVSLRSVAEHEKLRCVAAVEPCPLRCGMVVSRGALDEHVKNLCVRTLVDCPFKSLGCHTT
IERGRLEAHVQHAAGKHAELVRSGVCNARERSVALGERVKRHEDEVVAAARARDAETIEFVNAKRAESMEELSKARAHDA
AARKRVAADAAALRRAASDQAKTFRCVLYTGPHTTAIAW*                                        
>Cmer_CML213C                                                                   
MVKLPTLRRSIRDQVRRLRSLQRSESVCDANRLKALESFMDAVEAADVEMLFRKGDWDMVIFALNDIIWNAPLEVAARGA
SVLSRTNRRLLAVHGALHEQPPGRALTTPILVAERSERLTRLAAFARTRVLTLPVLIRRLFRAVLDAPAANSEACTLLQN
AVFSCLSTNCGTQDAQHSQISLSSRLSQLIYSLVCFAYEVDQASLDVLLDHVCAIWRSVATEPSGWNAPLPWMLEAPSSI
TDAFWASSAPCLERQCDMATASVHAVLAALLSDMKLAADAQRRLLYRIHSMIQELRAARDSFHVAPVSSIPYASEWFFEA
LTTRLVDEPQLVCLILSKLCGFEDDNPDTSAMLLVSQTQMRCLVRTITLRHLLRQAEACEAAARILLLLLSSSVVVKNLE
ACDFALCIFVACLMLSDARNYPGVHQSRSVAATNGLEDRTTVQGENWRHQYGDLLLSALVSVFGDTQLRPVLLFNMLHYR
CSKAMIRFLGTGGEINIRDAFAVSVLRDEQHIAAQVQAALGQTRERLESLFAEEPVPEYNEAFPQIRSALHAAASAVEQG
VRSACTASAIMKQGEAGAGCVSISSVSEATRPSMASWAWTAALSVYAREYQDAAPHFADASHASDFSCSPADVYAALNTL
HGLLAEEIVIEARKATDAAWRYERLRIQKAAELEILRKLLDEADAAKRELEQSTQCPVCFERLHAPSALVPCGHVLCKSC
FVTLTTTLEEHLCPTCRQVFDPISALRIHLN                                                 
>Cmer_CML314C                                                                   
MGNVNSQADVHVAQRFGDGPGNDAPEARVLGPRPVPAVETSPGNLVPQPGAVDGLPPTGTVSWQRPGGDVNQGSSSGLRW
LQGGAERSTQPVPTMVHAYTIKNDLNVRKKSVRLVRDPENPQQFLLEFVFDATCSGLCTVFFMAKDLTNRTTRVEQFHVE
PLEPVPPVPTPFEAGMGQRYRQNSHRGFVPSRYRESFLFEQNPAKLAKHRYPIVILLQRLESAEDLAKSGHRQVQQSAGR
STDTDPNGGSLVRFQATYVTLCMPPKGLELADEIPVKVVQQKILVDGTIYELQEIYGIEERMASADDSDAAAAEAEHDDL
CIICMTDPRDTTVLPCRHLCLCVDCAQLLRVRSDRCPICRSPVDSLLHIRNLRANAR                       
>Cmer_CMT222C                                                                   
MAKRPRPSASQEDLQERDEAIDGKLLRYQIAQLGASLQARQEELQRLQSRVETLERELAEHDVAQKPELRPEWEPLVQAA
VAARKVERLEQDLEDARQQLTQQRRLLVRLECGVSVTGTSTATDQAPVPKPDSSPASEQSSAPERNDTLAGTAAAEAPSS
TSAGPQQVDTKQVSVLQSQVNELETRISLLAEELAQERELARAVREQLESSAREKAELASALQVAQEQAQNPEPEVIRAS
ATYKSMEAHLLILLRAEQKWSQDREALVRERDELLIRANQEQTVEKRELLSEIEKLKAKINEKNTETEWLKENVAKLQMM
YEEKKKVAVDPVVLDETSRAVRQLQERNADLSTKLQSIRTAEAIETLSSSLTKAEASIAQLTERLIEKEATLGKVLAERL
KYIQQQLTLKEQLKVEANRAEKEHELSQQISHALTAARNQVSELQSQLEKMSSEMRIVRKQADIARLGAEKSAAEAYTQR
QFAESAQSQVRRLSGELAQLRGQIEQQTEALRAADEAKTRSERRVSRLEHELELLRKRNAATSASDVDWQHEMIEDMRRK
LYCTVCKAQEKQVTLLRCFHMFCRDCIQTNIANRNRKCPLCGEKFGTDDVKPIFFV                        
>Cpar_961Contig11396                                                            
MRVLLPCGHGYCAECVAKACACPKCRAPFTDAVRVFMGE*                                        
>Cpar_6011Contig37253                                                           
MEHWMTAQPRRVVLKGHKDAVNDARFSPDDIHITSASRDGSIRLWPVPVSSRVAELSESHCWPSAHQGQAVYAVRFSKDS
SRIVSGGGDCHVRVWDLKSKKQLMELKCDGQILVVAVHQAPQLGEVFASGDLGGKISDGLRLASGSWDETAKIWDVLSGA
ELASMRHGGAVNGLAFVSLFTASACDDDREAPALYLWDANTSSGKEYKQLQKQAAQAEQWKGAAARLKEELSASKKMQQA
AEQLAASAEQRAASAERRATTAEKRATQAKLAEESTVVELKATHAEAARLKRRLEMAEQSAQLLQGQLETAVQLSDAHLQ
TLSAAQLKELADRLHREARRVDETHVEKKCKEAAEAARRAAAAEVEDAKTCIVCSERSVEITLQPCGHSTLCEQCALLLW
NSSRQCPVDRIAFTEYKRIRLPY*                                                        
>Cpar_6342Contig37583                                                           
MNVEESPAHGRRKGGAKRTTPKKRRGGAADDGQPSASSSGSSSADTRSAQVRLAEFDPAVVQSALRELAVTDGLLDPEPE
VLNFLMTNCEPPARGRKRARTGRADATAPRRSVVDLTTGPECVHVDLTDSWLGKAAGRAFEAYAVIKQVTASGISESAAR



VAVAGLLERELHLSLGMATVLEAIGKTSSEDAIVARVKREAASGKDDADGKFRPCKHKVVCAECSKKVTKECPVCRQAIN
KVVKVKA*                                                                        
>Cpar_7005Contig38350                                                           
MSGLQMLRLLRVEIHHFGEFDPKHVIQGNIDEMPSAHLVPDPASSDPHLRLKVVVARHFQQKLEHIPLLGCATHNRCLRT
PRVAGRLFKRGFECLKGIRDASRPLAADRTSGGQQVAKSAIAGAVYNTDAQYPDSQQRPTLTKVNQTACGGVPQRNFGRV
NAMGSNASRSRHSGSERESGSGDRGPVPYPLPHQYYNGLYSGQPFLVGGHRLIPANQLPSFFLEGIRPDLAFLPFQQQPR
IPQPPPPQMQHTCTIRNDVNLKKNSLKLVRDEANPNLYRVEFQFDAATECTVTVFFVAVETTEANSPATYKCVYDNRQPH
TRTFPKGLGQFYAQAADEGVNVALFKEDDLIFTPGPNANQYPVVIRLETLAGSSSDSSSEGRSGVQSQSTFATLAKLPEG
GWGIKVLKQKILVGGVSYELQEIYGIEQNAEGDGGEAADSGRECVICMSEPRDTTLLPCRHMCMCNECAKVLRYQTNKCP
ICRSPVESLLQIKARQ*                                                               
>Cpar_9162Contig43122                                                           
RQLAAALRLDDAHLDGLSVEQLDHLSDRLPDVMRRTANLRVQAAKRERDAASAELEAERRARAAVHESLMCAVCQERPVN
VTLHCGHTWCRQCVESLPVQANARKCPECRQPFATWITTYLRLVHMVITGMAKLQGG                       
>Cpar_10428Contig53290                                                          
MAVARPTGIFVQDIPEDLRCPVCLGIPASTVQVSCNGRHNMCRSCHDRLFQRHGRNTTCPLCRQPIDMALSRENENAERE
IEAQTACQHRDRGCNWQGPLGAQQQHLRTCPAIHETRTCQGCRATFLLTEFDAHKRECDRVPRLCENSCGAMIANADKAG
HVACLARLRELYLASAAEAEAASEQLQDILSGLDEGERLRSARVEELGALAEAAEARARQLDERVAELTGRLEASERIAA
EAVRDKSEEARRAADLQARLSASERGAADQQNLNAELRNLTAELQTRLAASDQKATDLQARLAASERGATDLQAQLAASE
LRASELQTWVAASEQRAEDLRARNSELQGQLQAGQLQGTRVQELEGLLAKAKEELARKAGCDSKTFLKLLAVALMGAITA
VVLGSIQGPQRPRDQAPSASHK*                                                         
>Cpar_10920Contig53886                                                          
MHVIADPANRWATAAGQPRRTVLQAHPNKGRPQTFTLADISEDGQYVVAALRTEENGTVTAHAHGAMALWAVRNRRVVRW
WTNKAHGKKRITALRFVADGTKILSGGEDGVVRLWSTGLSRESDLDPQVPLATFKCRGADPALIVAGADGGTVSAWSSQG
GPPLLVRSMVADRVMQPKSVCVSPDASWAAACSPEGSIRAWDISSKEDLLAELSSGSAIPIACFATEETLAVCDKNGSLR
FWQRDRSLREGAPGAGSRLVEGARADSACTCAASSHDLSLFAMEVGSGTVRLYGRDGRCIRELYGLGSDRERVKSIAVSQ
DANSIVACYERRLVVWSLQGREIAELRERAGRAEQAERELEEARQRAERAEAARAREAEGLQRRLAASEARAGEAEGRAG
RLAAQLETAVQLSEGHLAGLSAAQLRELSERLAREVRRVDDLRTEAALREAQAAAQQRAAAAKAEEEKQCVVCLESLASR
PQMAVIPCGHAKLCETCATNLLSKQDPCPECRSPIMNCMRVFT*                                    
>Cpar_11330Contig54474                                                          
MPAAQILQDLNDENLAPWDVISNDQLSVIAKARPITLDELFGLPGMEEATAATPARGERRGSGSASREEAGSGPPSPAGS
AGSAGDAGLQVELRALRRLFLEERARRQSAERRASDLEREADALAARLARSPVADRDEATALQGRLSALEDRLRDTTCVA
CLERPRRVVLMPCMHLCVCEACQPRIENKCPLCRAPVAGHVASRL*                                  
>Cpar_13282Contig7156                                                           
MSAYVHPGFARGLKVGKRPGYVEAWPQTPEDDSSREPQSPEFRGVLLSALRKFPSNLQSQQDRLQFDRPSSNSFFLILNL
TLAMRSISQDTMSSFMLQTSTSSGMSSKAACMAAAPAPNGAGPTAGPTAAVAAIWRAIRDDRYLYAASTTMASAGRDDSM
RASQLQAASHYTYTATEMTLATAEAAQRQQGRASGPSGSSSVPCVPAGTIPGPMASSASASNASAAAGSNAPGPGSSSAR
SVRAAARATAEQEQQQSRVDGLAAELATLRKRLAEQERAHKEHRDRAAGLAKENGELWWGLVEAAGQRQRAVDLTAQNTD
LRQRLAEAAGQQERAAALEGRLALYEGGAGPMASGQQWGEAELEAAAERLKAAAKRVEELRLEARVASAAEARAEALAEE
RVKRRRLEISSTFECPICCEDKPKEERRALFPCGHPFCKECAGKLPTCPTCRQPVKGTLRIFE*                
>Cpar_13911Contig7734                                                           
MQRAFVPPLMGAGSVSRNIAQGAGPAAGTTSTKSGKRAASSRTTSAPARDESSTDSSCPPGHIINPGSQAVSSIIGCVAA
GVTTQILESTLPAVREARMNNPDGLLCNAVGVVSASAILASSRASSIASRWADKLFNVGPGIKGQVASTGINIIVTLVAY
GAARKLASFLFGPPITSRREMYEDEEGPAGNERTIAHCVVCMEQPQSVLYIPCRHAVCESCNEGLDLKQCPVCRQQIQQA
ISIIHP*                                                                         
>Cpar_14925Contig8814                                                           
MFPKPDRDQIPAVDPKVALAKHELMRSINEGIRESQRQDKPHPTAKTRQTSRPARDPGRSSSKVPTSNSVSQAWAKLSDD
ERKTILEQHGRLSRSELARRVAKLVPCSAERAEEIIDDALQDEPVTLRPGAGFSFPHWIDLSPEKLKVAVVATSRVEDEY
DQQRFKFSDNLKAASLKVGGSQHTRRCDRVDVHEAKQAGFFPAFHAHDNQQRQHAQPQQQLQQPQQAQQAQQVQQAKQQQ
QQPKASSSSSTLFQDQLFRIVCEEPVFQVEAERDRSLELTPSVHFTFRFIVLPVNVGNSCESARFAQDLPPAGRVVARWD
FTAEEIREAMRGRRGQVDCVSRLKSTSGSDLLGLKPRLDRGICSVCPGMLASCSIYRKGEYFILDKVEFLSCPNLVMEQW
PWIERGLCSYSPDGSLMCSLCSVSDADPLNQIRRCEASLVQIETRHKNDWRGTKPPDSINNMDSETPSAIRQHYQSRNYD
DQWVHEQEKDSEIEIPIAGSASLCLFALEIVREYLEIIRKLWDAINVSPSSNDEPGMRDTDADHNVYACTAVNTVALEKL
LESSLLNHTLSDPDERARLALHQLKVSFPECDTIMQQYLGHCYVWVCLHIHLAKVETELSDLRKKLFSEVNLTELSRFRA
AARALCTHVLELEVANGVSEYLEQRAESALQSIDRDLSSSGAGAGPSKIRTTGQKQKGKGKVKAAQVANARPPAAEPPSA
DHVKNNNDKAVVVLCPATAGTSSASVGQEAEREGAESTSCSPPEPTHTAAGAVKGPELPERRGEEAFARAASSESAAEAA
AAATATAAAAAASKLASEYEELKRRLAAAEERAKAAEASARAAREEAEKERRRAREREKEKEKAEAAARKAEAEQRRLGE
EAQRRAGASEAEARRVAAEAATLRGQLAEARGAAGAAQARAEAAEAESAALRGRLEGALEVGEARLRGMRAAELLALSRR
LQEASGRVAEELALAAAREAAARPPNFDCGICLESKPLATRRAIVPCVHVFCHSCITSVRSRGDPCPQCRGDIRDVRPVH
DGL*                                                                            
>Cpar_15649Contig9732                                                           
MTAATHAHTGISSLPSSNGSAADVGKFALCRFYFERGICDYGDTCKNAHDISDLKYGYKTRPCNFFTQGKCRNQEYCGFT
HGEQDEFVGKPPEPLRRSPSASRNGNGNGAAANGSLSGSANGDSHAASAAAAALLDPAARIIASQIAPMLERIASAQRAV



VAAASVAGPQNVSASPSSSSSNLADWSRPSLNEILAHESRETREANLAAEMLHWRSEAERWRGEAERQRGEAERLQHVAA
LSRAELEDLDRRLADASTRVRRALEARGPPCAVCSDRGAEVVYLPCRHLCLCGICDGLLSGTSGSGGECPLCNLPVSSRI
P                                                                               
>Cpar_16397Contig10786                                                          
MAIEKSTGPGDASSWVDSRVQFHPYASGMKTVPNTIASFVASAVGTQLLKECVATAAGITLRSLHDSCSSLLCKYLPTLA
TPIFVPAWAADVIRVAVLPLLSTFLVQFLRKIPCFTNAQNVLLTPCCHLAVCSECYSERIEYLANCPICRVRVERAYAVI
FP*                                                                             
>Cpar_16739Contig11275                                                          
MRSLIALGVASYLLSSSPAAQEALSLAVFCFEKIVAAARELRLRRALNGDVTLLEALPELELQRVERLCDTIKQRVEDVR
RARAEHARAVQEMERETERKACKICLDRSAGVAFNPCGHIVSCDTCSTRLRECPCRQRIVSRLRVYHS*           
>Cpar_17218Contig12090                                                          
ALRSGAADAASAKSEDVCTCPVCLLYSREAGRIALVLACGHSICHGCASKMGGPGQPARKCPLCRKDWTVQDLRRNYVIM
QLVPS*                                                                          
>Cpar_20463Contig25946                                                          
MAKTAANRRGAGRARRNGWHPRDGTLDLSNKGLTVWPTQMLGSLGSQIRVLNLSKNQLTSIPGAELAKLTSLEVLYVECS
SGALKELPPEIGRLARLQKLSVQGNQLAALPAEIGLLANLHELDVRDNRLRELPPEIGRLAHERAGAAMAGGGAPTSAAP
ASDSKPPEAAAGQSTAGSSRPAAAQPSVQQQPIRIRVQLAQHVEEQTSETQQQQPAPRQTLAGQPKTPAAPAPDAEVEAL
RSRLAASKVVITDLQKRIAEKAKYQLQAERAQELEAANGALEGRLAEAAEKALASEQQQQQALAEAASRAQASELQLRRM
AAAMQEQARATLEQRRAMHEQQQKLAAEGTALRGHLRRLVETEMQLRFQVQAADHRQAVLQNEISSLQKRLSEANERLAL
YEGGAGPGGPGAPVRRWSEAELAVAAQRLKAAARRLSDLRFEAKVESAVEERVKRRRLESLSAFECTEVKKKRVLTNCGH
VFCAACAGRLAECATCRKPVTGTSLIFE*                                                   
>Cpar_22127Contig37285                                                          
MDSDEEDAKECPLCLELDITDRNFIPCQCGYQICLWCWHHIKENLNGKCPACRSPYSEDKYTFRQPDAALARMTVERKNK
DKFAKQQASKGSRKHLSGVRVVQKNLVYVIGLSPQLTKEDLLRRHEYFGQYGKVIKVVVNKNNVYNPGGASGPSFSCYVT
FARKEEAIACIIAVDGLYMEGRVLRASFGTTKYCNLFLKNINCTNPDCMYLHEVTPDEEFTEDEQVYLKPGYHEPPPDSV
GITWRDAFDDDEGRSAPKPAWKPVPAPEPIVNLAAKTDTVEWPTLSAAKESKPKVPASTSGTGTKAKSPGILNRRESEDD
HLVQARPGAPLRAPEETREQRAESVSEETDGEEPWMKATGVLPQPDRESRGLGFGS                        
>Cpar_22523Contig37653                                                          
MARGLGWIPGSRKLDLQRLGRTKWPAAEIEEAGPENILELDLSYNVLTSIPGDELAKLTNLATLRLRGNRLTALPPEIGR
LGALQHLCLDSNQLTALPPEIGHLAALEQLRVRINQLTALPSEIGRLAALEVLDVSLNQLTALPPEVGRLAVLQQLWVND
NPAVESWPEPVRCAVNKDTRNRNGGREAGLEEAEAEQLGAAAQQLGATVQQLGAVAERLRVLASERAAAVAEAAALRERL
ALYEGESAAAPGGRPWNEAELEAAAERLKAATRRVEALRIEARAAARIRFQCTICLEEKERGERRALNPCGHVVCAACAQ
QLADGARRACPKCRRPFQGFIPIFE*                                                      
>Cpar_22640Contig37783                                                          
CALAEALRAVGEEQRAVREKERELRRLVEDKRLCKVCFERDCDCLLEPCAHLVLCSGCAERSADCPLCRQPIAFRRKVFV
*                                                                               
>Cpar_26949Contig53701                                                          
MDMELDDSTPVSFAVARRRARDDREDADSENGGASSSNALARTGTVTGRSAAALPAAPLKSGRQAASPVGRSRAPTSLRS
AFEAGGLKGLDAKEDDSALQRRLEESEREISSLRRQNATLEAEARQLRANADDVIAGNEDLKSQVTQLRLEYYLEEETEQ
ERMDAAMSVNTLESEKAGVERNLRLCQEELVAATRALETSREEAARLKRELDAAACTEARLREMGPAELRALARSCSERS
AKALALAEEKEAEASACEICRDARKRSLLVPCLHMTCGECAAKLSTCPFCNARVESRKALDI*                 
>Esil_CBN77729                                                                  
MGNEQSFEGQAIPENGLRLSTLCRYQAEPGDEDGLAFSWFQASTDVSGLVLRGAHRYGYVLSHVGGQRLFKDTRQRFFVL
LDHYLCFFDSHSPEARMKGSIDLDKTHCHIELLPRPPETVDTILQVGGGSGSSSEGDEHRVEVTRRTDEFSMVLCFSSAT
SLSDWMKSVFDVQQRKATFSPLRHGTGGGGGGGGISSEGGESSSDGSDSSSDLPGSLPRAPTYINSRGNNSSGIASSGRG
GEGGGGGGGIGTGNRQGRRRGGRRRGRRRGTLGSPPPRPPRGGGGGGLRGVPSSWADDIDIRANEGGGGRTGEAEDAPPL
RLRPRHMSTPTSSAVRLGKASERLAGLPRGGRAAGNNASSSSSNVSGCSLDEYGAFTTAQASIYEGWTRGLQPHGWGRMV
FANGDRVEGWWEHDVLHGSAEYTSRQEGWTYSGGYENGERHGPGRLVFSSAGGGDVWDCEWDRGVVARGSRGTHATADGE
LYQGGCGPSAADPAMPVRSGQGRLRRRDGGQVDTRFRAGRAVDGAKGVVRFRNGAIFFGELQEARPHGRSSRRKPRGSLA
ELHEMARDVLWYKGDFRLGKPHGSGVIKYKDPAPSLPADRGVGGAVAEEERGGAGAGPPGRPRVRASCESKDEYDGEGGE
PEAKQGGAEQEEEEEEDEEGEEEEEEEEEEEEVAVPLVVGATDQDLLEEDECTSDSEEEEDDEEEEEEEEGDGGGERRRG
LRRSGNSRRGALPEGGEEKAATALAARRGQRAPADGSGGTGGGGGGGGGGSGADMEYEAEFVDGVMVRHDAEHLRLAALR
FGRAEIRRLETLLKKEEDAMSRLRVKGLCLLCNVEEMNALLVACRHKVLCMGCASRADRCPVCNETIGKVVRTYST    
>Esil_CBN79497                                                                  
MLSSVPTELQGYETLLSALGVPKEFSPDNFVQVLCGMEAQSRGRPLDSDTLATAVARSRGSGEHQAGVGVAARQGGALPL
ARLEPGLRRRPAAKSLGVRGLREAFLSSQGGTQSMPCPIAREIGELLNLSPGNAAAAAAAGATTDAAGSGGKVSGAGSST
KSRSPPGSRWLHDVLEVAETMKAERVEIILDEKEYEEQSLLHPALADIQGPSVCVVLPGTVVTDKQLTMMLSSPVKPAGG
VAGDLGVGGGSMGRPRMGNSVTALFALTDCLQVLSHDSLFLFDPCGEYLFSGADPPTLPSADGGPPSQHTKQSGSASATS
SSAAAPRSRRSSSSSSRGSSPSSSFFVKNNASPGSSNAAAAAAAAGQPAPRPRSAFSSSAGAAANRLPVTGIGGGGGRHH
SGGPRRDPIGRSYVVRREDVLNQFPHQYAPFLALSGGIRETIGEGLTSGRGYHGTVFPMSLKTRPGEISGSKCTIHALER
ETMPHAKSYSEGLGLRHPRPHLKKHGVRELKRFSGPASAGLVMSHHLKSVHASVRRRRAGGGGGGGGGGGGGGGSSDGVE
QLFSSRLRGVNSPAAGRMLGVGGRMKRRGAVSNTDWRKSSLNVYIRGFPAPRGCYKLSVCTSSWRDERRDDDNKFNKAAA



GGGGGGGWAEGERSRRRMEEVEDMWVLSYVLAPPEARKLALSAEFEGEGLTPLMTCASLVHRSITVDGQRRAQETPAVRG
RIFIGQDSSVLTGLPFHIDGPFFVSRRGGKASFVMDSLEDNRASLPPRAPRVAHGKWNKELFGSVCTELVPEHMVDLKDE
LSGRDAGLLYRFWPSAKRAKRPFSIMLPGQMYLQLGDLPLYLSRSASEGGFKRMKDGYFKTQAVSPLVEEYIRRHVNLFS
VPHTVTEDLARQPTVTVKKITPASVREFLRRSNGVSSQGDLGRVVDFFGGGGGGVGNNGGGRGAASATGGGGSGGGGGQQ
RSGVGPAPPPDTELLLELLEFCLSDCRPPEGERPSGVPAGRAGVEAEAGAAAGAGGGQEEVDAEAVARSEAHAARFALGQ
WQSAMDKCKVVWKELQGVPLLPLANGTAGSFPTAFALAGRKRFVVGTRRQQGLLPKLADRFVHLKATRRLARFFERDDFL
EMMGIVRFSPTLLAENLDQVLPRTWRGEKFVGWGGGSAAGQSGAPKASWLALFWTEVSLLDVASVPGLGSWPLVPITTGE
LVSCSMLQQVVRACPSMLNEVKQRGLGVALAAMERAEKAADERDENELQELLARQAQEADPGGEEGDGLEEDDNYDDEDA
DDDEDDGQEDGRETAAAGGGVGPGDAGAEDELESVLVTVLRRLGVPVLELAFFPQEQRPWLVVGDPNEASRGALGAIHAL
KSTLAPPYPISEVCEARRAVAAEGAEGAAMAAMAEMIASGEDHGRDGRGRKLRLRWGALSPEDMDALLQRQFRQGTGGDL
TSFSLPSGTSDRLLAPSPELSDLIRDIGVEQVDHPGVVARFVLPELGTVPPDDRHKLLHHVRVHWAELKENQDLVNQFKE
VAFIPVNGVPTKASKLFDPRTLVLKEIFGDEPDAFPSGEFGEEPWLDVLVDIGLKNKLDRDTILQCAKKVESQRTEPLPP
AVAERAAVLMRHINSSAGEGELYNNDFLSKLSRLRFVPAHLPPPAHAPDDDDDGGVSAFAAEAAGAGGGKGGAGTGDELF
WSLLKIQSPPPLEVVLRHLKIITDRHSQLDRWRYPQTPVKVFQSIFEFLDENWSKLSPGVTKGLKDRPLVPVGARLIKAG
RLFFRLKENLSPFMFEVPRAFGAFDSLFNNLGTTQAPTASDYAVFLKELAGECGSQALNPNELGAVLKVLSLLATELEVD
ATYELSTDIYVPDENSELVPWGLCLHNDSPSLAGRVDPSRLRCLHPRVSLEDCRRLRIPSVSQVVKEELELGFQPEMVQG
EDSEQAQLSATLSSRELSLAVAVLVKSFSPEDTSVGIGSTDNPDASANAGGGATFEARANAAAARLEGFSVVFVKELRSR
FLRTGERKDGFRMEEDITAVNGAKGSVFFVRETNKTVLIARGVLPGAFPPSYAVALAVTKLVSLPPAAVGPLSVLLATKP
DGVESCLSVLQVREGATAGDELTRGLPGEPLTPGDKTLLELKPLKAFLPGEVIAWEDKSGGGNSNSPASSLYASTEPPNA
TTTTSSGGGAAVVLRYGVVVIGGSAEAGEGGGDDDDVPGDQRGSGRVGQGLRHVRVKLTPGRVDALLSTQIYSFRQARAA
GATPSSGIVAHAAKMLRRIAGEDKEGGVEEGKSGGGGVGGGGGGGGGGSGVVSSAQVLDAVNDILGKAELSLSTEQGARL
KESLRHKDEARVARVALAKTSAEADRLKRKLAKVDKAFVCSICCTNDVDVILAPCGHMMCSSCMRSIVRRECPFCRERWT
ATATFRRPGVDEVSDDEDEEDGGR                                                        
>Esil_CBN79355                                                                  
MDHSVIKNWVLEVASRRVLATSDEIKRYFHGRVDEDVIDFYNEEFSNSRATVIQCAEFLNIEVPPEDEEEEDDINSELVA
GAFGAKERTKHGDYSAFEHPLERRANEAKQNDCKDLNVLNAILQEAHGEVGLGKMKKMIKKMIKRINETREEQKQLRTQS
LLKPKREVSSQKLHPAYASKKPTFSSFAPSTIPDKVPDAMLDIPPNVVGWVIGKNGARINDIQSKTNAAMWMDQNFPDGV
MRKLHIHGNKQQVEAAIDEVEFLMKSAPVNTPRPGKMGPKQLPHGGGLPPGHPDLNYSKKTIKCPHALVGYLIGKKGAMI
KHIKSMSNANVELFQGYPDGHPRDVFITGTADEVDLAATLVDEVIASGTASDSTAAAAAAAAAGIGRALSFASGPVLGFN
PSSALSQELLAKAGQMHLLPNFLEQEFDVNAIVLMEEQDFDEIKIPFGPQKKIQKAIREATANMERAAAAANGTAAAPAA
TGSDSGGGGGAGGGVGAGAAAATEDEPRAADLCAICMENPIEVTFVGCGHFICCVTCGNR                    
>Esil_CBN79089                                                                  
MLSTHRRLPAATIAQVEAEGKLYSVPDGVKMVRPSSKRKKGKWWKRISRKTKDASIDEGGSNDMAKPPACFEEAMARGAA
DGNDVAPGSQSGDGDISGEGEAAGKDLRSAGERACQICFDQDYSTVMLPCGHGGLCWECGLHIYTLTEECPMCRTKIELL
VPLDNENKRFEGGCEFVSSSAAFGKDGKTSARRRHQRHENIPHKYQHHAGKASSVQIGHIPGDQRGDPEAHSTP      
>Esil_CBN79088                                                                  
MSWQPYLASDNTRRPPDLSGEAGKFRGRRTCTRTKWPAIWRPPTGRRLMCEIRSMENVKNRVSCLVAQVGFRAPVLLLRW
DQAVVSHFEEQTPAMIPLLAAILLAGAAGAGPVLVSDACGSDTTTNDDLARGRCAVETVSRNMKAKERPAELKVEAEGKL
YSVPEGVEMLTPPPQGELDQWWKEFFRKFREFCSGGANKAKVVGSDSARPSGDAAGDQGNSSQSDSDNGGDDDGTVQGEA
AVANKDVRSAGEHSCQICFDQDHSTVMLPCGHGGLCWDCGLQIYALTEECPMCRTKIELLVQLDGEKRRYEGEDEYVSAL
CA                                                                              
>Esil_CBN79881                                                                  
MINGVRCFSYNALYHATSRFSADGVLGSGGYGRVHAGVLRTSLLGIAGLESTTKEVAIKMLDPESLQGEDHFQAESTAGW
STRGCQAACSTLRTADSRSMLPWKARVKIVIDGAAGLEYLHSEGFVHRDIKPGNILLDDEGLAHLTDFGLARKMDNEGTN
TNPVGTIGFMDPEYLETETLTKASDIYSLGCVLACLLMGSQNPTQAKISARRVANGEFGPTAFDQYANWPQEDAQKVARI
VARCCDRNPEGRPSASVTVTDLCEVLGADGSGIGSSANDVTAAGENSRSAGASRVCKVCWERPIDTMFRPCNHSVLCTGC
SQRLLQGRQPVCPICRCQIERFDRGNFINTYVR                                               
>Esil_CBN78673                                                                  
MADVDVWQAARQGLLEDVQEFLYAGGDPNMRDSTYLSPLHNASIGGSPGVVAELLGAGANVNLVNTLGTTPLHSACAHLQ
PHCVELLLARGGDDQARDFRGKTPADVIGEAVELSEGAEPDDELCEVIRRTLAGGMDLAQDAVQAAEEARNSEDAADSAN
IGIRDRSRTRSNSSRGIQSHGHGPSDHDARHKVASLTAQLIQKEHRIRGLEQGVQTKVAEVATLQTQLRSSEARIRGLER
HVAELMRRVSRAETALAEVSEEHEKNSMTAARATTLFTAEEIRIACDSFSPKKLIGRGSSAEVYQGEMKLKKDQDCQRVA
IKRMSPQALQGLQNFQREVKVLMMCLHENIVPLLGIATDPWCLVYPHMSNGSLEDVLATRARRRGLSAEMRVRIALGVAH
ALDYLHTPWLDKPAIIHRDVKPANILLDSGMNARLGDAGIARVLDAAESNAAATQVQGTLNYIDPGYMRTGTLNDKSDIY
SLGVVMVELLLGAVATVGMVNRVRMSLLTQARALADGAIEWTGNTAEKLADIAHGCCIELPAQRSSLRTVHICLEATLGG
QGLFVASAAVRTCRICLTAPANTRFIPCFHSIACVDDATNLLRRRGSCPVCREPIESVEEGEFAQTFAPQREREAAPTEA
DGRGEGQGVAEQKGEGHTEAAAASSVVPAMVN                                                
>Esil_CBN78437                                                                  
MGAAAASGHVQIMRYLAFTQGCKVTEIRDMGSLWRALEKCLYDGANVVPETGGHRSRISNSSGTPSSSGGGSGGGGGGGG
GGGGGYPNSAAASAPGAATGGAEVSAPLGDDDNTCIVCFERKVDCTLVPCGHHCCCLTCAAQFEQCPVCRADVEQKIRAI
SV                                                                              
>Esil_CBN79216                                                                  



MPDNELEAAKGLHVEDIDCSLVVRPTRTALDLRFFGEVSYSFEIVAARLVRPPKRPPDARSGRCRNKCSPGKACPCNHDS
PARSRRLAEDVEPPGKTEVALSVPEGDGEGQEGEAGGGGEGGGVHPHHSLNMGVNDVATLVLEDNQGITYDFYTFQVVEF
DADSGAMALDRWNLFHCGVFRYSCALENISKVEITEGNVYMMSAHAFEHLRQTKEFGLRVIFSVPLGASQAATAHPRSPR
PNNAGMNFSDPGGSSPSSDGDGISAVSGTVGGAPVARAAARRAAGAPRRRRWGVLFRRLLLCGRAGWCFGGRGWWRRPAA
RGVLSTSGELMYLNLLFGKKELDDRNLRRPVEMVNELLLRFANDVEVDVGEKKEGNCCVCFRRRSRVVTFPCMHMATCPQ
CSESLTVCPLCRANISEKHTVFL                                                         
>Esil_CBN76002                                                                  
MSGSAPAVGSWTKHWDPSSKQHFYYDPSTGQTTWGRSVPPEKSTESLKREGEGNLLEGIFLQQAKETAQHHDVRPRRRKR
GVSKDRKNNNRVFADDDLPQNETIEDDEPRKDYISFAKEYYLTAPFRDTGGKQICVICQKRKASAVLFPCEHKCVCARCI
ESEGFGAMRKASEREALCPVCW                                                          
>Esil_CBJ33373                                                                  
MSTLASQSVSLHATPVGGRERPQGSYVSAETLTNEANFSGETQQWHVIGSAGATARETDDPSSRSLCALPFACPLTVTAK
QGGMVKIISPVEGWVPVADDVGYVLLAKGDGSAGARWRYRVVCRDGAFVRHGIELTSPFLFNLPWHSVVEVLERRINDAG
LPRLKIAEGWISEVLNPLSGQRGPVVEIVKLLQPLQYRVVLPDGAVVRRTVELASSQVKTIAAGELVQVSAKKFSDLGNR
CVQRLKLADGGAAAVEGDTNDDDDQKADLFKIKHSDSLGEDDNCVVCLSGPRTATIVHGEIGHIACCLECARILKARGDA
CPVCRAPIDSVVQHFWA                                                               
>Esil_CBJ33300                                                                  
MPGATAAGSPSKYITAALADLFSCIGGGDIVSAKALLEGKHKNDKEAILSATNPAGITLLQHACHSGQAGGVNMLLEKGA
DPNWTSTKGSTPLHFACNNGHFDCAEALLRAGVDVDAGNANGTTPLIIAAFGAHASCVRLLLEHDADPNVRDKLGRRAGD
SLCGTINAVSGRVGVGVGGGSGSAAGGGGAATMSSGGATQGTKAENEPFSETRSLLAVARTQRSTRRGRSDSTASSSTTS
TACVDVKSRGAVGGSAVGGNAICTHGGTAGVVCASAGAGSAGHVDPGPDGLERSPTLATAAEGTGKDARLPSAKLPPPSS
LVAGKPSGDMVGHSSCSGSTGTSTSVSGNGNGNGSAGSGSACNRAAQTTIPLPPANTAELDSVPSVLAAAAAAAAAASRP
TPTAAGAASFSGEATPPTLANSPRTTPMPSPAPSPRRASKLLSSSSVLSPQLQQSQLPSRGSSTPTFPSPLAASAATDPE
LDHPGLQSKRSADLKAALAANAAMIRSMQEEERAFSVQRDLLERRRGEAGARRKGAEEHAALLRAQAGELARKDAPGTPL
MPVMVGGGANTPASARGDAGSGRSPEPPPALMPPSPVSDSNNNASSVFDTPTSGAAAGEEARKALPEARSGATAPRAASS
SSGCSPRCVPAYGPAAVAAVAAVAMSAWEGTTVTPAVSAADLNRTPVSPPPPASSSITITTDKTTITITITISDTRSPRI
PTLRWWKWAGMAVAAAGCRGSRTLVEVFQWKAESMDQAATLARARRRCWRHRDGRSQRSRTNANKRQRAGTTSLSSQRLQ
HSDAATDGARGIHHGHMEGGSQCFSPRGTIRITDVATSSPSSSSSLSDPMSPGLRSEVRRLRAEAAARGREHASLAAQHA
SLVLEKARQAGVLRNRVASADGEVERLSRKLREAQEKLEAQAREAEALRRQAEGQQGLLHSRSHVLEQALGRLENIGVAL
AEERSLNSARSRDNGQGNGGGGDAPNAVGGGSDADGPANANGDREEEGCEEDGGAGSVPMRDVGVEENEAAAGAAAGAPA
ASAMAAGAGERPEDRPQGGLEMARIFSHQQIDAACAGFPDSAIVGRGGFGPVFRGRFMGEDVAVKRLDGYGLQGLPNFLK
EVQVLTTCRHEHLVPLLGICVDPTPMLVYPFVGQSLEWHLREPQRRAAIGWRTRLSVALSISKGLQYLHQPQAGAWGKPV
IVHRDVKTENILMDSNLRARLSDVGIARQLDGAGSEASTRLIGTWGYIDPEYQETGVLTPASDVYSLGVVFLELLTGLPA
HSAQLRPSCLVDRVNGKQLSDCLDSACSWPDTPPVVSFAKEAWQCVSRQGDGRPRLQHLIERMERLDLGDDAGGGAGTAA
AANSDSSGAGPAESAPNASVLASPLPPPTPASSTALPPGVVAGPTMPGSSIAASAAAVAAASAAATAARAATEAAAAAAA
AVASGASSLMPPQPQPAVPPSPPSPAMADAAVGGAVAGATSSPMAAPSPSPEAGRDCMICASAPVQTRFLPCRHSLACTS
CASLLRARGDRCPVDRARIIGLETGQFQVTYTGD                                              
>Esil_CBJ32498                                                                  
MAASPFSPTQRSLFFVVAPKTFVVSAAAPSPRCYIVGFLVCFDNEVDCTLVPCGHHCCCITCASKFSLCPVCRTTVTHKI
KTIPSKIHERVVEHPSRMRGWWGCFLSGVKARNDSSGRCRTISSNWHTLLEASKG                         
>Esil_CBJ32496                                                                  
MPPHTPPVLPPALLLLREDLGYVPYDRAAVRSATDSGGGDTSSGTGGWTDGSPAGSSISGGGGGGGGGGGVYGLSSAGGA
AGATVGKRKGFGRFKVFGAMKSLLRPQADVERAKNGGGNSSTERGTPTPPFAISPAPSFSPTNPGGVRVVASGGGGGGGG
GGRGGGGGGEGRTAAQEAALAALLSGEHEGLFREEKVEGDYQGDGEEKSCRPSWLEGRREEDKKGEEEKSCRPNWLEGRG
QEDTRWLGGGRECKQPGEGVEESKSSFFLLPRAPGGSTAERTVPPPVSTNRIRPRQLPSTEEGQAPSPLLAGGSGSRDAE
AMAAAMAAAMEAAATEGAPATSAARQRGKGWRTKIKRRSRRRDQEPEGDFAAAGTEAGAAESQGPSPILSPAAAGGGEAA
AEAAAPAGLTALGLSPGTAERGGKRSLRGEGSGASEEEAAVARLTEMSRAAQPVRELTPHLVEELDGGGGGFTLTVFKYN
KQDQVPTPLVCGKFATSYEADRAAEAFSSPVWHEPTPNSTCAECQSVFRPVLQRRRHHCRNCGRLVCTTCALRFWPKHML
PHSYRTSSTERRVRVCRTCYSVGKAFRRALLRGSYQGAMEAHGTGCVNLRAPFSDRELPVHCAAAGGNVSLMMWLLEDRC
CPIFMDDEKTMPHLDGAGRSVMAAAADSGRVEMMRYLTFTQPSAASGMGMAPFWRGLQACLRNDEDKHDDDRGRGRDRAP
LEGTSHPEPKGRGGSRDAGGGDDGGKSCYPVGSSADRNPAWRSNAPGSAVGGGNGSGGVEGCDTFLAGMRAGAGGGGGGS
GTGDRDPLQAALEMSVVEAGYSIYELTTGKDGSGGDDGGGGGGMKGKNACIVCFDRPVNCTFVPCGHHCCCMPCAESKLN
LCPVCGVAIDKKIKTISA                                                              
>Esil_CBJ32394                                                                  
MMPTSGRFSHPDGNLPPPERRRRLDEYGSVEELYSYSSTSSTSAGGRGAAGLPVHAQRSHGDIFQELISRRAHDMISGAQ
DVVAGAGMIREETQRQNRALRGENDTLRACVDMLLAEAGGGGSTGGGGGGSSGGSSGVSPFQSSPMQLLSAARGVRDRNH
QRELALSAAAATAESALRAERNRREGAEVEARLSREAASSSRQARGRRQNQQQQVVGRGYLGETFSMALRALKREKAYFM
DAVEDRKRAERALAEERADRRQAETAARTALQEERTRREQAESLAKCVICSTRRRSRALLPCGHLVMCDRCPVVSTCPIC
DQQVRRTMPGTLS                                                                   
>Esil_CBJ32388                                                                  
MALAGVTDDVHSGGAGGKETESLQPVDDSDRHDGGAHSSDGTTDPIPADISTTDAVAKETEYLSEPARRWTKLRQNFRLA
ALRSIAQDKREALKKLQEVRKRADKAQEAQSDSRTCKICWDRATNTVCLDCGHQCMCTRCGACMTFCPICMQDITDLVEL



Q                                                                               
>Esil_CBJ26354                                                                  
MARTNTSTPVPHAAEALQTKPPPAAIPQPTKPAAAGVAESAISSRGALEEKVPAGAAGHGEGVWGAAVGESADESSLLGA
SVLRMLEQARKALGGGGQGGRRLPVEHVREVVAMWEEEEEEEEKGGGLARGRRSTLRGVTSVETVRALFYGWVESDVVDL
YHGGSEDVRQTLKQCREAMEQVVANEHAASAAGAWTMYTSPDHDNRPYWHNAQNNETTWENPFEQQQRRLREVQQAQAQP
RGAPAAAGGGAEGGAESSSSASTTVSQLAKDIDSMAASWKAGGFNHDRFTSWMGRALRTRSEIRTRREEGKSGGGLPKFS
APVQDSPRGATNDVRGPLAAWPGSSVATREAVQVPQAGAAAAAAAAAAVGEDRREMAGAAAASGGAAARGADGGGAAAGG
AVSVARAAVRSSDIPRAATGREQQVPWPAAVETKKVPAVEAAGLKTVGQETAAAAAVAKKPTAAKATEQPPQQQQLLKTG
ASAGKKEVGAAAAGAVGVATLEAQMADLQAAEERQQAAKAKKAARRAEEAAEREDRETQEAVARKEAAARRREATAAGAA
RSKAEAAARETARIAEAKAATEARVMAAVAAQAKAEKDAKEAAKKTAKESADLQQANRAKRQERAKAVADAKAANEARAA
EKAQREEKEAAAAAAATAAAAAATGPAMRGGGVGGGGALLADMSLEVRLKKAIDSGNTLAVQSIYDEADQTPGASMKKIK
KKCQRYLNKKAGEDQKLQQASQPAPVRGAGAGAAAAQAAAAQRPTQHDMFCPNNIAPQLIGKQGQTVNKLMKDSRAKIVV
KPYPDRSGNDVIITGTPNAVKTAKRLVEEFYRSKGCQPSALPPPSSAVAARKAEGARARPAQPVTGGPGGGGGGGAAPVV
VEDGAWGGELRQLLRVAGCEHHLERFREDQLDGEVLLMMDRRDFERMGVTEGEQIRILNALKGSGGGGMDDDDEDSDGLD
PDHPDTCKICLDALVDILFLPCAHQCTCSRCGSAYEGKPCILCRRVVDKVQRVIKLRG                      
>Esil_CBJ32100                                                                  
MQFLRSSLSDSSAGGDGRGAAATAAAAASSLHQRHVDNAGAGASGASPYPAANNAANSGAPAPGLAPLATVSSAGTTASA
AAAAASGVGGDDDSDRSATRKPADGNGGGDGDGRRQEEERCKICHMGSVDALLLPCGHLCACHSCASVLVVCPICRADIY
RVQPVYRS                                                                        
>Esil_CBJ30681                                                                  
MSGRTGSVVQPPETQNVFLCLSIFVGLLWIINSSRRCWAVVQLRRALGSRRLVAIRGAGRRVRIFRLLGRNYLQRALGRN
HLQALVHTRQAYPPKTMPCSLLVASDPDGVKAILHPRDSGDDIQVDPPPPRPSSSSRPAAAAAAGALGARAEAGPLVGVS
VVLDCRVACTVELLWDVDLTLLGREMGLHPKLHLLPASTGAGGSRGGANGSSSSSSSSSSRTAAGAAAASSSPADRFDGG
GGGGNNARQDGGGSVSSLSSLPGNAWASAVSASRRLFRAGRERWGSRVAGAPPDSSSRPLGSRGPGRGGGGSGGGGGGGF
GDGSGYPSNDVDEEMGGRGVGGALGGGGAAEATAAGGRRRQGGGGGADDNLGATAAEAVLASLDGQGARRAGTGNGGSGG
AGRSWAASLGLRKSSVFNAGGGDGSDAAGAGGTVGQALGFGGSSGGRGRGTGGPGVGMIGLCGKRTVPRALSAGGGRVFT
TLPGESYFRGRQQSGEWNAGATATSAAGAAKTGGGRGGGVDGRATSAVSAFVGGAAGGGGAGERRPAAGGRDWPRVGDSV
RAGRCSLAIVIRPAAGGETGDWAGWRHRPTHRVTRQVLLVQLTERSAGADGAPSQQAPSARCLRHLVAMSKGGDGDPESI
YSFAEVFGASDEAGGAARPGLASNIGSIQATASRGAGAGGLGAGEEVPEECVICLTDPKNTLLLPCRHLCVCTECFRHVD
KCPVCRSAFDNYIVLSAPSQQPQAAAAAAAGAAAAAPGSVAVALASGGGGGGEAAAAGTSGTGGAGASPAFGRTAAIVPL
ALPTGEGNPAAGSSTPPAFMPTGVASMIPSASSRGAGGRREREGGGGGGGGGGGGGGGGGGRQSSSSSPAAAAAAAAGGS
GAVPARRTIFAVSRRRVREG                                                            
>Esil_CBJ26032                                                                  
MHWGGRTNGDLVSGDAPYESIAPAGAGGRGVLGGGGHGGDPAQGDGGSSDHVGLIRALWLQEKESRLASEAKVLSLEEGA
AALREERDKLKATLNGEGFKGRSLQELEHLEKDLRKALEGVCGERDRIVQQQLAKEEQRLCVVCQENERSVLLLPCRHLC
VCRGCSERQELTLCPLCRDHITESLVVYS                                                   
>Esil_CBJ30124                                                                  
MQEAQVDAFTSGEHEMSPISGWMWRGRKGSGVAKGVKGLGMLQHLRDSRLIPYRLGCNCLYDHPALKHLLSGRENGSSPD
AFPRLMHINPSMAGPVILRRREKGVVPGAVAFAGAEFVVVGKTVVGVEEVWEVVSELSEFFASQFSEDFDESPPPSPPGL
EGVPEFHTKHGTARSTLFVPATSEGMLTLLEGQAPGDIDRFKAWHMDPEFHTISHHVWCLEDLRIFLFLHRLLFVFWVVP
FTVQQLSGLLRIIVLCGYLVMLACRLPAHEDWLYEYYRSRVGQAVVAVMRVLLVVCCVVRKVLKVASMLARELVTQMMTL
PGLILGEKGVVIMMAIVLVVMEVTHLVAGIVYTLYRAGVDLTIACLPRVPWLASSVRFADAALGYLLNLVVVLFLGSVSL
VLWWYSPPKEAPSVQTEKRYRELLEKTDPESKEELAKLVKELISNLRHQNEMAMERRRNIKTKGARDCFGGRRVCAHACS
GALAVAAVKLKRKASSQEMAHIKLILAKSGVIRDSLVRTARFLLATDPTKAVAEVSHELFHAAYDGLIWPDEPLIGKALQ
SEGRDPTAENINWHRAKWVAVAAELIVDQEHTSWFKVPPGSTKEGGDTFRNSGVHPAERCVHCYTPQEGSNSSAAAAAGT
RHRCMKTEGRKPSARFSACRSAVVKQSKRHKVLPRFELAEEKCCVIPADSESFTGMAAEYPYFHVEARRPGVDDSERSRR
LAVRVRSLDEKFDWLVSLDKEMAEAKAAARRPASGPQDGEPNAKDQEEDDKTTRERKAAQERKARRVKARKERAKEAEAV
RLQRLKELEELIAAEEKEDGDGSAEGDSATEEAEEEEEEEDEASLCIVCMAEKRNACLVHGKTAHLVVCLPCGKRLKKAN
MGCPICKRRIDVVIESFTS                                                             
>Esil_CBJ29701                                                                  
MALKLNSDAVRHAVKDGDVDAVREYLESGVEANLANPNTGRTLLHIACRQGYSAIASLLLSNGANPGATTLRQLTPLHLA
CHQGHLKVARLVLEAWAPVDDRDETGATPLHLSAQQGHTDVVRLLLQCGADKDAMDQSGWTPVFFASWNGHAEVARMLLQ
AGANARVSDLRDNITALHLACCWGQLEVAKVLLEYGADSSAKDCNGSFPDHVIGAGSPDSVDPACAHELSEVVVGHRRRI
KGASSSLECVVDSLRSKVSHLEDQLERAERERLEVMAYSSDESRATFSAAVKPECPVCQVEVKEAVLDPCRHLAACASCA
NSLQSCPLCNCPVRGYRLLESRQVYERVSALEDESAGMRAQLKRFSRRVRDLVAENADLKLDVRRTRAEILVVTAERRGL
EERFLLRTPSPAPTPPVVESGSIAAGSSVASFEGGGTEKPRGRFTLTSENSTGTSGACDDGIHRMQGPGVVFSGGGSSAA
SLDEPELAVLDRPRPADGSYVSGRPASGEGKGQTAGSSKSSCSELIAEGANSSGNGDPSKTTTTVESGARVDASEGGDGQ
DAERCFFPDRTVGDGDATPTPREATCGTDNRKYERQEELHACTLGTLAELKDGAGGGGKISTALGTVQAASGSAADDPLD
LETACLNETTADSHLDLETVRVNKSVADNHLDHETVRLKESDCAAFSRSVRPTRACSVSVKIVGGACTDCSDTTAETTHP
ANLPGALLLAGDVVEEETNSRSSPMNVSNSGNQVVERDTNSVSDDGDWSISTNICGDKSGAWPSSSFILAQSQR      
>Esil_CBJ28992                                                                  
MATTTRAATTILPLELGDISDERREQLELRRQREMARQQESRSGTGSFRWSPIAMIPAHLCVLVFLVFLLEKLEGGIGWP



WAAVLSPLWITDAVFIVIKSKELRKILRTTVHVPSETYALFPPLGGIIDHLGVAAAKVTLAYRLEGKVDWSLLLLFTPMW
ACVLLAGTLRCITPPHPQVIAEHASLHRAGAFFTGLFHLVARGAQPVLIVLKVDGQLEGPWSSVFIPLWMFMGAIALGGS
ALCCCAPTVSRGVIPEIRPLLIRGMLLCSVGTFSLAFCALLFLVFLTLELDNNENFSPRTILAPLIALYALILVFLPLLL
LVTRHYVRTMRTAEEQFRQANDPNGGGGMDASSTAFGGVDDVEAGRGVRGSPPIGGAEEEEGAGTGPEGGRRRRRRGSSV
MAPTILMRESSMLFRRASASFCRRLGEADGSLMNPDVTAFEVRFRAVELADWGRRGGRFRSRDSDIAAIDDGGGSEERGE
RVPQRSSRSFHVLQDCFPHARGAVRRGGQRFTAAVTGSSSREGHERFSVSSGRQLAGAEKEGSPRPRGEDGATSKRTPED
DRHDQCLLPGDSGTHSVTDSYDLNSFGSFVDSDEDSHEVGLSIDGDEEDEPRDGGGGGGAIDGSSFHESLPATTTEPPEI
LLGFGSAHGAAAFSLHGGSGSGHGLCHGSAAAAGAGAWAGAGAGGGGLATSRHRWSAERGTSSRRGAGSSIHGGAGGMPR
RLSWPGELSLASVGGDEVDVAAVTASDAEAGRGGVATGGSSGPLAAAAAAAAPSRREHSTCYICCERRADAVMMECGHGG
VCFTCATTLADSPPHLCPVCRKVIQEVFKLHEIREFGRVVVVPPASGGEVAVATAATAATPRRGGIGGELKVPESEGDPP
TASNAAVGAAGLLTPSTSVPAPPSASASSMPVPGGVYVQRSGDAPAGVASSTARRGFSPSGPVSSPESGPRNTLEAQGMC
DESNWLDPV                                                                       
>Esil_CBJ28913                                                                  
MPPPSCVCVPQWACSYGRLGAVALLLDRGADVSATDNECWTGLHWACHTAATDTARLLLERGAPADERDTQEWTPLHVAC
HSGRTDTVRFLLSAGATVSARTDKNLTALHIACESGFTDTARLLLDAGLLVSAVDDEAYSALHLASAGGHTDVVRLLLQA
GAEGDSSTERNHRPLHLAAQYGHSSVVHLLLEAGAAVDVRDDGNYTPTHLACTYGHTETTRLLLEYGADVEALDSEEWSP
FHWACQLGNVYTARLLMARGANRAARTSRGHQALHLAAENGHTETVRMLLDNGADPNAKDEVLYTPLHWAAQYGHLEVAS
LLLAKGAGPSHQADYLDTPLHLACLLGHGAVVLLLLENGAEPSALDEDGKLPEQVVGMAEGSNITTAEKEAIAEAVMERR
RLMSPGGVGESAGSASLPHARQSGGGGGGGSSERLLPLPRSMAMARGTAPVTSDLMSGHFAYEEATEEEDDDQDDDEDEE
EEEGSQDEGGGLAMQGVVHARRLQPRDGMGPSSSEDGGRGMAAGGGEAVSLAASSQVGAVPPSSLGGGGAGRGGGGVGGS
SRAGRGAGRGGHQRSSREEQMASSRRPASSPSHDHSLAAAELSRLRIELDRARKCVACLSRDRDTLLFPCKHLVLCSQCY
TRVVRQAEDDAVGVDAAAGIGGPPGVLGTGRCPTCRADICGHLSGIVIN                               
>Ngad_01892                                                                     
STPGGGRMIRLRVKSLSELREKHQAGDYVSGTVFSTPEGSFTIRATWNLLSEEGVLITSRHEKLTPILLTPDPGDDPQLG
KGRGYTNFYRPPPDLETFTLTCDFVVREVVREDAGGGLGPGNKGGEGGMEGGGTEGGAGGGALMMEGSVDGLLATVRRVH
ERELERSRRARVLAVEELVELTQEDLLKLQENLAGALTKKCEMDRHCSICLERQKDHVCVPCGHRYCGPCIAQVDRCAEC
RERISQKLKCF                                                                     
>Ngad_03011                                                                     
GIVIMGNHSASMTPPNAQDRQPPPGSQEAYSGIRFETRPGIGRLFSGTADAAAAAANAANGRVWVVNPPRRPQTVVQRTK
MIKNTCHLHKDTLRLGVSREKETETGKDMKDGGGDKARYHLSFRFDSEQPCTVAVYWVARENKEAAGHLCHTPLLPDKET
WTAGPDRFQAGHNQEYSTKATDYTGADLSRARQALGGSGRVGEPRTGGEESAVGKESLNVYIVMRPSQDKDNVDGGGKEA
EQMPDGDVRAQITLLGVNLVPLPRAEGGELQGEGRREERWEVKRIKQKIETNEGIYVLQEIYGIAGTAAGPSDDTKREVD
GTGDAPAGADREEETGRADCVVCLTNKRELAILPCRHMCVCRDCAAECIQNQDSKCPICRNPAQALLKLTLEDNDHRRSS
SSSEGLVS                                                                        
>Ngad_20451                                                                     
RGGEGLVASCVICAETFDSGKHRPAVGACDHGGICALCFMRLRLLMEDRACPLCKASLEHVYVFNGDATTMQPFASLNIW
GTEAGPGYVYDERASMFMPRAFHRDVFAPMQGF                                               
>Aano_F0YKY5                                                                    
MADFQDTLALFSGQPVYEYVRNAVTVQHSSRVGKVVANHVFHALERLRSVRMILHYWSFAATFFLLIAVGTQCAHHVKSL
QAQIERWAKLNLMSKRCLISESRKREQACSVYDEFYCMLINLHNQLSFLGQQSPFILESTYLAFDSELLDLIAAAAGHKQ
TFHQICGKLIFGNGILSKAAEAANISNKASPELDFATSVFDWLEAVRPINLESEALERLSIAAKAARNAAMAASCVVCLD
GIRDVVFLDCMHLVVCRDCSSTIDECPICRLAIQKKYVLGCTTLARPTVPGRLQGCSPEVLEPTPQSRPRIGGHPPARPA
ASWPLVVVYMIWYRKDHPGTRTSFAKERRWMCNFALVTEPKVARISASRNDMRANEVIVADLHGPHGLHVRGSLAHRDSR
TLQSFIAKSRFALQSRRTHSIMDFFESPRTADGHLATINNCSSSRLIALHRCCSLARARRTSSSASVSRRIFVDVELRRL
PRGEEPRHFYMSLWSQVGEDFVPLTEERLAALSSEASTLRMPLKSQPLPKKVVRKRVVFRDILLSELRDKGIWLVCRAYR
VGRLRTDGDKSPACDDESRGNSGLLKETRKLGVDARFTAVKTDAAMEQSGQIIRVSQIPTLSYIHSMALLGVAAINLSAA
LDRNDLWVFESSDSEKANCLWDTPGAPFWRPVVAWMAVARLHLSNKRRATSGRQLTKALCNLYAHPMRVTRADKSLRRLS
STSVTPVDRIRPPEGGICADAATFAEPIMDDRRRNSLFVTLVSGSFSQDSKLAARSVEVRAHLISDAGKTLPNIARGCLR
HVGHCQFRSSTHYHVNRPMWEECFRVTLPMDDLRKYHLLFSFAHCGCKLPRDIFAFAFLPLACEEARGAVLTSTAKWVDG
EGREENEASPIVDGAHKLACFEPFEHDSPTLTAMTEPLPSSVSMGRGVKAMDKRMPSYLQRGAARQRGRRMSAGGAAVAL
GGALRAPRRGDVLFSTASTRSGAVAQAAAAAGGEREWLAIETTLVSECSASAYTPELQKLLRWKQLSPGQETVRAIHAAA
SADALVDDSRLWPSRFTYGLHALLDIFLTERAPGEPAAAFRTLATTLANFAIRPGRAHIHRVSLRRALAADISSFLPGLR
PPTLESEVPTSPLHESPPPPMHTSRVSHHGTPSDDNKQRTPSPMMEIWIPSSSRTAEQTAIDAIPREVELLTRPGVSREL
SLKGSSSYTEEGVAEHEWNRFLEISAARELSSQPSLAPSNTPAQPELHVSLMTAVAAPLQWLDVLGADWDDDGTGEEQRR
SALTETVASLDALFAICCASYVRSGGASREKPDHTAPLMLDLVDEVFRLVCRMFLKTDRLAWISHAQQLSVRALAGTLEA
LQGCFPLATTAERAILLIDAIPSQFNEFSIDAAIGELVFLRDISRMPLVCHLRQGRQALALKIGMAVIDILKRANAARIG
CVTSDNLVLCWGLGAQAISELISTANGEINDASMLATVFLPGWLTEVASTAFMEWYTDQVDAGPRYETSSYRSSSSFHVD
AEVIGAEEQPPFGGLQRDSFQDCTMATLAMLRVGGIADNPRVINAELRACRALMAQPFSLAWPVLNACTSLACSQVLDKA
ATVVSSSGPQGGADSADPMTADSGQFFSLGLALLHSPGTDVTCMTDIKLGYVLTASGLRFAHMRISAIATLDAAWKRLGA
GHVADKDYICVVAHHHANLGVTVVQHAVHLLSSTSGAIQALAIRLLADVAVAELQSRLGDLQRFDGHLSVGNKTTASTLA
YVLSATVAEHIDSEIPHHFWHPIPRHDIPGEAAGALCLLRDSFRRLISPSPGVTAVLSLLDGVPACRRMEGVMQAAAEFG
ETEERMVVDLNILAEVFAAPLRLWGSQIDAGVAVVDGVDGAEVSSAAQRLFGPLDDIVAFASRFAAALRAAEQSGDWRGC



FEAHELELVRCYGCYVASYTVAWDDLAALRAKSKTVEAFLKCCELQPANTRRLTLASLAILPVQRAPRYVLLLSELRRRL
GEQSGVCCRGWSGNDASALAAAEASPRKKRVKYE                                              
>Aano_F0YGJ4                                                                    
DSRTCVCCLDRPRNMVLLDCMHVVACEACAPRLRECPMCRAPVAQTRRIFQ                             
>Aano_F0XX60                                                                    
MSTSYYQTSVPSLLPTPLPTPLPTALPSLTFQPSFLDCEAGFGVFDGGGSACAACPAGRYASDNGCEACAGGSVPSGGAC
FPGTWAASRVDNATGAPAHAPGVVDHEGSCYYFEAGGSTWTAAERSCNSLGGHLACVSGPSHARFVAEQAELRGVAAMWI
GMSERGNEKAFSWTNPECCSDYRNWYETTDAEGTTTREPTEDIELISYRCVRMGATGELWDENCRAHFGYVCQAPVLSAA
TACAACRSGTYAASGASTCAACPFGKYARGEGHARCDACPTRSPASLLGTYFAPETTANAGGSVLCGGNLGRAQRSAYIV
TSVFTAAGPLLLGTAAVFLQVNVGGFLVSRGLAGWPTRVHAYRSELIPMVFGSSLVASSLLGGALFAAWLQPLRQRSESW
PYKGRLAATSLAKGCDPGERHASLVAGTVFLAVAAVCFLCCVPVVDVGAVAREVYRCVVRLRLRRDFLRQTRKWERERAA
TEAKVKNISSFACTLCRQRRAAALNLPCGHQFLCNECADRFREENGAICNACRAPSDVRDVILRTGASSRKRDDAQEVGP
LGNIELAPVKASALERRTSRSASVAELRAAIAATKRARRGAQRRFLASACGVCGESKELVVDTPCGHATLCAACAAEFRG
RSPVCSRCGEASEIVAPTLELCCSICFDSVSAQYLVALGACGHQLCTSCSVGYVRSCLGDVAELVRDDGLRCPLHVGGCD
GVVTVDVVERLVTRPVRDDMAEETLPLRSDEFERLVRFFYEASIDVAERFYCTHPTCARLFAVPHRDALVKYGAGAGSSQ
RAVREGLARLPRRLTSSMLGFARHLAQQRDNPHAPLPEGVDDELEGGAAPDDFEGPPPFVACPHCNRRSCVRCRVPAHAL
LTCEQVKDGPDPTATMAFVEATSKPCPQCAFRITHCHGHACHHIKPGTGCLNCGTHFCYACLQRGTSGSVCGCRLFCSND
GVEDHVALRPYPRDTRCGCTFCSDCRPGRPCSQCNGGCVVCRGVVPPGPASADEIDAWAPGRFRDGDDAALADVDLGA  
>Aano_F0Y260                                                                    
MAHDAANALAALLSLEGASLTEFFAKRSCAPLVTTCCRGADKALASALYADGQRRLAALEPMARFSLFLALVRWVEVDAR
KALGDDEAWRACGDACVQVDARKALGDDEAWRACGDACVHFFAFLTGGADDGEVTALGSLCAARDDAAVFGKTAYAAAVA
LHWRESLAHAALVDKGEKLASPREGRDYLLGRMDGLSDVESMAFDFAGVVARTGFTVTSARVDGDYLAVKLAQVRVTDVR
AHDPMVACVVCCDSLPHSDMARLVPCGHAGCCAACAAKLGECPECRAPIEAVHRDAELHEDIHGGAPVLLDYKAAILHAS
VLAVEMRRVKDERPDAATRECIRFDVSEGDVTITARVTVADALTLGRQNVSMVTMQTRLASCESERDHMKVLQELNPLRT
VHVQQRVAGKRKCQLKQCDTLESDDHKFLRCARCKDAAYCSKECQRLDWSLVGNHKRMCGTVPMWSSGACFALGRAWSRA
ARLSDWMRHWHKRRKDTADEKPAAARLRSTTAQEMAAGWAWWLALDALR                               
>Aano_F0YSV1                                                                    
QLVVENKCSVCFDAAKNCVLMECMHVATCADCAVQLKTCPTCRAPVSSVRRIY                           
>Aano_F0YFG0                                                                    
MRRTLRGPALTIEPNSVVRIRFLKATTFVLALLALIAAACAAAADGRHHREVLRCTRHASRSKRLEDNDCVLTETPRGVD
RLFEKRRRSSFEIAGAELRLEMSNALRTRTLRRRCNSSDADAVREVVAAMARDIEAGGVPAKKGRGPPQRAPRAPPRPAN
RAKFDPEAAWRGAAPSLIAVVVSDESGGEHVVHVFDDAARAADALEAVQAYLGASARDTGAPVSLALRFDDSGADEVLVF
LCLVLLACAMARPALETTTFDTTTEVVSIKRRNLFGVMTFDLCVAFENVDALAVTEHGAHHLAVARPQEATPDDLLATLA
SANRIHGAPLPGVIRAAARVGARREYGLRLSLNAFGGKQPETADFVRRCLDVDLSFGDKFADSAALKRAVEAANASLLAA
FANESARPAKPVESSECAVCLVHRKDAVLAPCGHMCACFRCATRLHRQQDKCPICRATIEHVVKGLRIATYCVRAANPVA
FVVLAHGYRVCARYEWLCATAEGGPHEKWAGSLPERLAASDVSVFMLDHQSHGDSEGLYGDVGPCVESLDDLARDALQLA
AAAAAEYPTLPRFLVGSSMGGAIAARCAKLGGKFDGIVFHSPMLYLDDFPSSFSRTVALYALAAAKKLLGPAGETFHTAE
NAIPSHAREALTEPTFYHGPMLAGTLYACAAAMAGFMDDGGLEDLGCRALLVLHSRADAMCSLAGSEALFERAGAARRTL
VVLKGLGGAEPGLLREAGAVSDDLSMASSCGSESRSSLALAGGSDESCHSLPLRRHRRKQFSRRDAPDPVDWLGRFRQNP
LIVSIIGIAHVVGLRRVATTFTRLSSSLNVVDLDDTLDDTLDERDYPDGSELLDDGFGFYVAITPPTSRAGSIDASFCAV
RRVSSAAAGVQPAMDFLDFEDNRVAEILEQVENGTLAAEDGVIELLDEEDLLQELRANADLVTFFRDHPEAVVACALVRD
GEGQSGDTETLEPDKPTRRDRRGGVAAEVLTGEDGACSSVAEACAACDGCWGRLAAFLDDDDDDDATPMRANRWERVLAA
LLRSGRFATTNALGRADFLQGLPKRLASSWAAGQVGAMMLRDAFGGKLVACAAPPPFLRASAAALGDGRGARNGRTMFLG
ALADAAARGRCAAALAGDPETLAALVAAAEATAEACDVLSALVAAVADDRSLRRVVAGAVAPRRTALLLRPDAPRGEVGA
DLLARARLLRAAARCAGVADALAAPDALNFYVDRFFDLPACTMLHNAVTAAVLAVLADEPRRADAAAVLDALLFRTGECA
HSDDASRGLLKRAAHAIRVARADGRHVTLSRDANLVVIAEAVCAALRQDPDDGGDREPLIPDLLFRRRPELDAWLHFAAS
VLSLETARKVVLAEPPKSSFRDSSPLTRRSRVMRVAALALLLALGRVGGEACGGDALLEVHEELDHGDVCRSVRDRSSWS
CPADCAPAEGREAPYCVNGHGAPCRSAARRDAPTCGGGGRPVFAARRDRGDVCRKKRKIGCPSDCVPRGRDDCAHPFTGA
PCRTGLRGLCPNLEAHDEVDHGDVCRGDDEWHCPPDCRPADGRPFCANATGAGACRSGLRPAAALAGRTACAECSDAQWA
PLTARPARNDSRATAELVVAHCAGNVGWVNFVAAELRDCGVDVRDVYVYSKCGDAEGARRKLPDARVERLSNVGGEHHTY
AHHLFRRVSSGAPLHQVVLFFKDEDLAPELRKLAAPVCATAHAALGHVGFGCGRRPAAGGSALHMMNELADFDPGRDRGG
KQGRELPRLLFGRHNGTHAPARHEALPLRAWLQTQTLLAPLLDRVVVAVCYGGIFGVHRSRVAKIARATWRTLERTLYTH
ERSSNALMERTWAALLAREQPAKRYKRALCAARRRGDDGVLDGCACGCACDAASGECADPKARGVLPGWGLEMPYGATCG
AGAPCDLRGPAPAPAFEGAMSHRATPRPPETVDVVVAAYDRPAAPMVASLLRALPYRAVHVRVFSYCKRAGGCAAGDAAA
LRRLAGDRGGRRVQIFTEQLPNVGRCDHTYLAHVARTYDDLANATFFLKDTTVWHDHLGAMANAFCARRQGREARAFELP
TYKSEQCARFGNCYADEAYARAATRPVGAWIDAHLGGGGGDPFPTCLGGLFAAGRHALRRRPKATYEALARELAAGDSLE
AGHYMERAWLPLLGVVDDVPAVATRLVVYAVDAAGAAGGPRRFDGLALPKRGEAARGYVVDRRLFTDDTDVLAKPPRGWA
ATRMDWRSTWNSRRLHALALQAMPHREPALHGYDVSLYVDAAARGVDVDAAVAAVYANLERPAIGLRPRRVLGRVAGGEL
ASGLVEEARLSDDPPDAEAVAKAQAFVAAKLRELAKRGNSPPSTAFDGAFVLRRTCDAAAAFGDAWFDYAAAAGPQFGDV
ALHFAAAAFRADVASTDRPIVDPRPAMSSAAPRRRAPVATWVFLATGDASPAWVAMTKRAVVSALERTSLKPVCVFWGPR
SAPLALWLAARGVEVVHHAPLWLPLLERALNTTAGRRNVKFSPLYASPRSLASTFLRVDVPLLLDPAVHGDVVLYADTDV
LFLDGVAFGAAAPEFFSLGAETPRAPNYGNAGVMLLNLAGLRRTYAAFLDWIFSPENVDRGLHFGDYGPGDQGAYASFYR



GRFDVANWPAFNWRPYWPYAPGRASLLHFHGPKPDDYRDFLRDGGAGSPLHAGILARCDAHPWVVEPGYPGGKRDGTPDH
CARWMALYDCAADDVAERRAAPPSPDCVSLLRRHAIHRATTTWRGVVAAALAAVVAALAFWRRHQSRPRAVSDDTQMAKA
L                                                                               
>Aano_F0YSC2                                                                    
MDETLAAHVRTLQRGDDVRAVRAAQALSDLSCASDDNDALIVAAGAIPPLVALLRNWNNEVKKWATRALVNLTSGNGYHV
AAQPIVDAGGIAPLVELLRDGSDGAKEQAARALANLADNGGDAAQSIVDAGGIAPLVELLRDGSDGGKEQAARALANLAW
NGDDIAPQSIVDAGGIAPLVELLRDGSDDGKKRAARALRNLSSADDAYDAMIAEAGAIEPLVELERNGSDDAKEYATDAL
DNLAHNDDLVRPISAARRRVAPAVEPTTAAMANLAACIVCQDAARSVAFLPCEHACFCTSCAASHRATSARCPICRTAIT
GSAAFRLA                                                                        
>Aano_F0XZQ4                                                                    
MHRSRGAKLLEAAKAKPPPLAENARQPSDDDGWDRRARDQPRRPAVKDARARREERLERLRTSPAHEPAAPLAPRAPLLA
PRAPLLAPPRALPPAPPPVVVRDARPERPPPAPVAPFPLADPVVRSRGPVRLAAGGGWRGDTSSGNVEEMCFGLEEPVVS
ASVAPDGSCVLCGFGSGVVRLFDLAASANAHPEDRWGCALGHLGVRDGAAVLVHVEVSSDGKFGFAGARAGGKGVSCWDL
ESFRKLRETRGFASSTLVATHREADPRLRGLCSVATMASEDRFRSYRLLSGVGYGSMSVWDVVLPEHGSGGEATWSCVFH
EPLRVWRLDRPWERPTPHHTIPDTKGERGALVPGSRWEDIVDDDDDEGSAAPPPRTTKRGAVALLGAGCGELRCAYLRDL
APKAPPPKGAKPLLAEVLPLPAKASGETSRSRLRSVSHVHACDGARVAAVHLDDGHVALLRNDDGAATLVPWLTPQGDGI
SLRASVAHVTSGERPLLADSVLTDRKKFSDVAVVLAVFDATRDAGVLKVGRLASFDANDLRVGDGDLVVSDDVGVCDPAK
VRSGGRCWACGDCATHWEESARDALRPSYREAERKRKPEDDDVQLIEAPAEKPAAADGPPAKKKTKQAAPASLRSEVRSL
RDALAERTAAHEEDLRRADRRFGEEKKLRKAWNAQRADYEARLAAHAQESASAVRAVSGGDDAMDAADLSKVHEALVEAL
AKNRALTAARAAADALEEERKKQASTCVVCAEAESRVALAPCGHMCLCPTDAAQLHAKGMLRKCPVCKQPVTATVVVREV
>Aano_F0Y8K3                                                                    
MERVFSDLDARLQGRLQECAFKLGNWSFEASQYPLVFGTEDAAEVKRIVADYGMDQVWYTDPATERRVLVVDGKTPGAVR
HPETGAWCLTDHIDVDSGLIWARFLNFYGAGFFPLAVVRAAFFLFLYGLMRRNFWYANSLHDTLDMTLPLEDRVAINDAV
FRHASFFQWESGDVLICDNIKMGHARLAFERPRTVLTAMVGLYDAQAGRDKCAPKLCRGAARRGDEPLLMSTFGDLFFNS
VVLGGRGRRDAPDDASSSDGCGGDDDVELSLADDDASDGCGAGGEEPAAPDPRATFRDELLARPARPPAGGGAGFWAHFA
DVYDLATSLAADAGAARRAARDARADAFKAANALAVGERGGRVGLPNALEKKTCRGAMLEADLRLEQEAHLATRQLLARS
TAELGRLRDSQALALVEAAKASAKISAAERARDAALSRASDAEEAARFSASEAFEKLCADAYALGGSSDRDDDDRKVGQL
CELLPRALKETRRGEDVDDLGVCVVCLTEPRNVALFDCGHIAVCSDCVESINNVCPLCRQQAFEYRRVFLS         
>Aano_F0Y5S3                                                                    
MFLLPVVALAAAASSEDDVYERVYSVQNLHDEADVLWLRSEAGSSSVGRVFDAVAKHDASRLQTRRAAAAGILPAYFFFG
PRGAAKERPRPRVRGSQTIDEAGIANRTQVVVCNTRELRDSELCGGLVDESYWAALEAAFAEDRGAVDGDAYDADARLAL
ACALGDRNHFPQAKVELRESLRGGADAARLALGRVMVVAAILDGGGRRPDFMADVRALVDDVDGTMAFGARVAGARAGRV
LRSECAGNAPDLSVIAKALAAGADVLEADAHGRVPVVLAASAGHAKLLKILCGTAAPPAPALAIAAKAAAADGDAAVLEA
LVAHCGLPSEALPPRSWYARDMGEERRRVEKFLATWSRSAAAGAAAAGRGAVRRAAAALSAARAAAARAVGGTQAAARRA
YDGARGSARRAVDGLVGRAVAVAAAAKAALAFGVATCVPSPLGFAAVAAPFLGVLAANWRSHRPRRDRAWDLRDDARGRY
LEALDREIDALRSPKRGARDPPAAAAALLDEARRLVRDVRDARDPAPAARTGARRDVQIVRDPPGAASPATPARKAARSL
EALAALRELDPRALPNDALEVVDELLPELTRKVAREIARRASRVQATDLTECVVCLEDSRQVAFSCGHLCVCEACAADIA
ECPLCRSPVRTKRRIYFD                                                              
>Aano_F0YGC2                                                                    
NSEPGELCTICFERAADAAVFPCGHVGLCYQCCLGIHARGGPCPFCRTKLDQIVTIDRRYP                   
>Aano_F0YLT4                                                                    
MTEEPDYGPPTPCRASFSHVPNEPTELPLAADEALECWPDESGWWYARKRDGSEGYVPRTFIVLDAAAAEGDDAADADDD
FDFKLKMAMALSLSESSAAAPAPAPAPPSAPEPPPRLPARPASASFAALQRPAPAPRPRPLSVDSALFAESPEPIDAASL
ASPRRASGGPRLSTPRAALKSARRSLRGLVGGKKRSPSAADAAPPPPADAGRDAEIEALRARNEALEAARRSSEAERARL
ARELDVRRAAPPPAAAAAPPPPPPPEDLDPGDECAVCMERAKDTALVPCGHVLCGVCVSKANDSRIVDECPVCRVAVRHT
LEDYAAAPGFEDVRARLPDRGEGPVSLADAARLDAPPPPPPPPPPPPPPPKPASPPRWAAREGGYPEAVPRRAKAPAPAP
RPKPERRLRRGGFAAPHAGAAARRPLHVPSGHGAARAGDVVSAWPCTTPVGVPAGLDVDAAVRRSSKPPPLRLDLEWWCY
GFETTFVVSRNLWEVVYAAAALVVVYDVARHRQRHFRGHGRTRVSGDAAADPAILVWDVETLVVQHRLGDGWFKAAALLV
FFSPDAEALVAVDADTQHSLGYWRLGELRRRAELRRERRAAQASAGEAAAHWSGVGDADEAGSALAAAERTPAAERRAEV
FEPPAIYDGCWLFEDGDHAEADVDEDAARAGTATPSFATVGPGRHVKFWFAEADGAGSWLVRSVAGSWLPEFATTAMHRC
VFLREPRLLLTGGGDGRVYAWRGTACFAAFDAGDGPLKGLNLSRDGRTLATGDAAGVVRAWGFDAAGANDAGFAAVGKTF
LDARDRAPGDAGDAARDLRSAARGAPVRDVVLGDGAAKLVAATTRGVVFAVDDGAATPKLAAHFAPTVQTVLSAVAALGG
GSFVASAGGDGVLAVRDVAARRLVAWAELPRPATAMDAVGATIAVGLDDGSVAFFAWDGAALAPSPPAVPPLRPKKAAPP
VAPPPGAADRAGQALTTARSGAAGFLAAAAAGMEDARDGAEPTAAALLRGAADAVRLSPDGRRVAVGHRDGAIAVHGAAP
PRRRVAAFGVARARVTHLDWDATSTCLRVCTSTNELLYYDVDAAAARDDAPKPHDFERRVVPVGARAASDKAWPGATCVF
GAHAIGAWPAGRARAAAARAVASLHALEGLTEQRWAALGGLRGGGKRLLAVGADVGDLRVLAAPACVQNAPAREASAHGS
RCAAVRWLSGFAREGDDVVARLATAGGHDRCLLQWKVVRLDVAKTQDAAASARAKKRWSVAASRVKLIGASKVAAVPRKG
GSKMALCFMCGALNPAATFANHRRTCASRWAKARDAAKKRNLPDDDDDPGPLPPDPHAGVDFSRLDLAALEVANDASQAV
YFAHALAECEHCKRRFKKPALRKHRRACTAARPFAPPIARRPKDRGAAPAAWL                           
>Aano_F0Y8J5                                                                    
MSFIAGSFVSLKRAESLKKGFGGKAQVASGVDTELINMSPRFEKEIGADVAAAGPEHYYGSDQSSFYSVYRELTRAKCYS
LPANVPGSPGKLSPTKSNASPTYKPSRTAQFEDVLAGDEVEARYRDLHELEATEEDGASLDESDPFGRHAAVEEDKYDHP



QAIGDEAAAEKHPLRRRIDGLHLPRLQVADAADGPQFSARSLFLAECVDKDLQPRAGFLLRKMRSTEINMAQLGVGERLA
RAFACCVGKLPNLLHLDMSYNYLGDRTMAEVLEALCDVPQLQSLNISGNDIFKHSARSLGHLFANADRGAAKGSLRERRT
LFVAQADCAIEELETADCHLDDDDVALFLERALRNRNLVLSRWNLAKNSIGSAVDHAPAASDRPSLASWIGSDECTCKRL
DISWNMIRGSVAVALGKALSTNHCVTHLNLAFNSLAEEGVVFGNSLLKNRVLKVLDLSNNGLGPKAAFAMSVALLGRMSA
LELLVMDGNPVGVTGGQALLRVLTRMDHRAHLSLRDCSFHGGSIGERWIINDDYTLDLSVPILYCLARDILQGDATRPCP
PIDCCYLTPPGGASQRIRTKIEWTGARARPSTGDAYDEAHSRALDNVVTRLASLDRDELLDFFPHRDGDDVPFLYRRELD
ALLEHLGLVEYVTERTADGSGFARTPRHALADTLPLVDNWSQLKATGRLEIGEFMQVALALRAVAGRAAQESEIPNFKGS
YLGRFPLVAGRTRDDAGGRFVVFDEATGEDFAQTLPEAGVLRLCFAKAVVKLGMDEPMTQAGAGVVGWATSLGAIQDVLQ
VAEAADNHLLVLQMALPSLVLGHDTAARLFPALVAELLDPVAAIAKLLPRMASPLHVQAFIRAMLPKSTNRSRLQRAMGQ
RFQLLIDMPAGHYTLRLDKMEEREVLVALLQANRFERHRVVARAKRSLESGAFDENCFHYPYVDTSQHGNRSGFRNETLD
GSAVEICDELLDGLGPSPKGLLEFDFVKMTRPPRTAEPMTRAHFSQLLSVAAISDDVDDRCLQLAVEGAKTPREEKRPPR
PRPAPSDGRRRSSAAQRASRISKMGLGLGAAFVERTVDMVVVGGDAPKEDAADRAMRSTRMSKVARQPARPPGGEAAEDD
GDKAAQDSLMEAQQKLAQAMPDVGKGGAAGGDHRRSTYKPRMQSINAVSQDTAERFKSWFKGEEGGVEAAREEQRARHRL
NRGGSPSPPSYGRRPQFPDDGAAPAAGGAGGSPGQRRAAARDGTIARGGERNPLEMLKRRKPATPDTDEPTPDGTPSATP
KATTRSVGKKPASPALGGGSEMLRASSKSGKSKLNKLKTIARMMISGAGAAKSAADTELILARLNEFHLLLAGCWFSAAQ
ACTLLRRWQLFDGPKLRNRDVLKLLRPQVELVIMLHSRVVDLYNIDEVFAVLDPTMRAEAIFRLGTLNIWSPLKPDGPYS
LNLGLREDRQVVRMLVHLHEAEQAVWRNPTLRWKLDMPRVEGWSLPTTWLNQDGIPRSGHVAFTYDPQHEDWSTRIVLAA
LTLAGVDEDDDDLLSEMPQSEPLEAMLAASLDAAHIKWVYDGITVADPVSGNTLAGTRKDLDECNVEDVARFVENVDPAE
ASEAVGFGSKAEAPGLDAVAAACRFQLVDGRRVRRSLDDEAPSVAPLLAELNVHAPPPTVKAIVAAFDAWQKLPRAADRR
RAKKLRALIMGSPALVRQANALQMELNALPEGDREALLELRRKKMREQAARAVETYANLPHDEKNVFTDGAIELYSEENQ
RKREAIREEPRICELLEPGLERWWWGSKLFDDADHNEWLSFDEYKTFHRRLLRLLDQDTLSPKSRVATKPEDEDPTALED
FRCDADGEGRVTKETYLFAVFQLCDQWTETVELDEYVEFLSKGFDLIYGDLMAGDAPQLPEAWSGGDELHDDRGEPLLQT
PAAAWGSSDLSVLEEAEVVPFKPPPREPRAPSAPEPAPLADVFAATAPVPAPTEPAAPAPAAPAPAKEDEVLEAEAAAPP
EKAKREPKRKSRAAAKSPGTHDRDDGVAGRVALIDDAGFDTVDAMMDAARDAQDAGAVGVVFASGDDAPPLLSGGSEKQK
VAIPVVGISAPDAAVFKGKKRHRLRVRASRLLEHAKTITSMRIHMVVETIAEIYREKMVLDGKADASGRPRLPLATFVLM
HFRRKFGDKRTVKKKYKAFLLGVVQRLEGTASTHGVEEDETALQWITLFAQLCSIDTASGRLAALPPEACDYCLDRVHEI
EQVVRDTLKVLPHEFSSTMLKKMVSGRNAFLLGCGFADKVEAKFKRELRGHMKLRPRDDVYATAVGTFHSLTIAVTINGA
HKKIISVPALMSLYAVVYTACDSPHVARAPPPESTGDQAHERKKSRASTVKPMKEMWFLKYVGGESSAPSAEESPDEVEL
DQAAAPAARRAAPKKKKKKKPAEGKRAPKKAQLSPQQRQLRESARCMACGRVVSPATLEGFEDHENYCEKSSESWRRAAE
TNARTPAALVDRHIALVGGLTATVVALKPRLVRRWLPPRHELLFDSGRRDDVVLAAGDGGGAAFRFLSPAEAAEASKLTA
ARLSRELADARRRVASLQKTEKTRAAEAVRMTRTLEDQTLCAVCLDATKNAAFVPCGHRACRACADRCRAGDAGCPVCRA
PVVDVIRVFN                                                                      
>Aano_F0Y5P4                                                                    
MTAPSPIGDPAVIRVGEESEESIALDSNADRPTTPAAANGDTGNRLTALGLARRMEAELSSDDEAPSDAAQEAPSALFQL
GQLIAAEQVPPRELLGRALEDMGYHQQMVRIANAGQQLPEEVQDALIARARDTFTSPPHVRSTAPPAVQDASRAALEDTP
VSNLPPDRVPPHVWTREEETTLLRLVFELGANKWEDVASRLEEAPVPYQIRTASECEERWSFISAQGCPETDRETPRLTI
EKYVAGQRKFALAGKSFDADAVFDDLVSHLEDDLEDDDSCKKNVRDLLLLSVKPSNAAPILAAGAVSPLVELLTDDVLVI
KITAAGVVGNLAAHKPAARVEIGSAAIVPLVALVRETQASDAMGHGSRALANLSLHGDNKIKMVEAGCLDALVGVLRRGR
LPAVHAACCLRNLALVDLATKDAIASAGALEPLVALALGGADDEDAKKAKEHAKFALTSLAFHPEVKPQIAVEKAKVSLK
IAMAEASKAQRELSMSAAAAREGRESRMLRESETSSLQARVYELEAANASLERCLGWMAGATPDGGDAAAHRDKRAKMEA
ADEATTCVVCRDRPRSLVLLPCAHACLCSACATSIRATSKSCPICRATIAKTTAFRLA                      
>Aano_F0Y5D1                                                                    
MLYKATRMVLTRKGKSQTWGFKSMDGEPADARHVAIAPVPFRSGTRDLRRLVERPSAALTGDSGTWRAAAADLVAKESRA
ALPHGERISFHRDSALCATRAAALARDFNRAVCSKAASVGTVAAFAAPPSVEVAAVRIYRLRDARAPGGFRYAQVEPRLD
TVVNHDDPGVSVGSDAAHTFSHYTYEATSGQEIVLGLRGEATRFVCPRIHSIRRRFGGNDRGAAAAHAFFQKHTCNSFCA
FLGLRQRSSADIDLTAADEIIDGDEDVVDLAGDADVIDLAGGDVVDLAADDDSDVVDLAASDDDDSVVVDLTDHEDVATP
VAKRTRADSDDEGRAPTDDEGRAPKRPRQENVPVFDVEAETDELAARGAARRRPAAGMITIEDATATLEASLARVKKENA
ARVQEAVEQKEEESMECPICMDGRKDTTLVPCGHVVCAACAGDAATCPTCRGAVSSTMRIYL                  
>Aano_F0YBS0                                                                    
TCAICFDGPVQVAIFPCGHCFTCTDCAAKIRECSQCHGKIEKRLRVYIAGS                             
>Ptri_XP_002183405                                                              
MEPTPSADLASPMATTTPVLSEATRAAVLEAEGNNVPSHCLVCYGDLTLTTITPCHHNEICGVCHLRLRHLHRDKKCPIC
KSKNDHVIVDQPGKEFDEYPIYGNELGTAFTYRDDVGMFFLLSYYETDIKPLFGYHCTEQGCTYDGSNMENVGNANAYTK
KAPNPTRGLVDHLRTVHRKALCQLCVDHQRDFVSRLSRFSPSGLKKHLAKGDGPMSGFEGHPACEFCRGRRFYDITELHQ
HLNKDHYKCHVCEKQGLHNQFFSTYQSLERHFDSQHFLCKDVQCLQARFTVFENELDLRHHERQVHGGVSSGSSKIQLEF
RVRRSTEDPSQEIPTTNDFNYGVDGQAFVPQALPQVAGNVSLHPMHVERTAELRQQAEALRQNYGASDTTESFPSLAETD
AQIDEAATQSLRLGWTSGLSMQRMGGRRKNAGQVTEEDFPTLRPVAKQHSSAMLKLPPKGPTIQNRSMQSTSNGKWRGTV
PSVAISRTTPAFLTPSSNGAVSNNGKVNLIAADFPTLAAGPKANQYAAADAITKRNRARGNLPPFNSVTDFPPPPLMPST
STSARNRMLVSNVRETKSPLVAGNTLNGRTSVSNTKVSVEDMKITLGVKSYKRLKQLTKEFASNALDPDAYIDHAAAIFD
KGYGDSDFWRFLPPLLSSCPNHVQAERLKGSNGNIVDPNVGHGTAGLAASEWNSQGPTMVPDPVEPTEASHWLSTSARTA
AQPASSVVTFQPANRPHTPLLTRNTTGKQTSAWGGATGASSVVRAKAPPGSVAVAAANTAPQTGSATKYMAREQKQKSAK
AQQRQEGKGKGKKKQNSELRQLAFG                                                       



>Ptri_XP_002185386                                                              
MKRALAERAKQSLPAGDSSTRSGNSRTPSPTQPPGKLARYEGNHAHHHHRNNNNNNNNSNHNLHHSNHHDVPHESDPTTI
GVQNSALATPHPNPVVPEFSSRTQTPPFSTTTIALPTPPMDLSSGTLHRTRSPSPRPSTTGSSSTHGIATLKRQRLPASR
HADQDDGDDDHTGSAFYLRQQNKALATELRTLQALTRTLTVERDHRRRICHQAVQALDSLQATWTQLETSLRINVTGTTV
STHPNGWQTALSTPSLTASGDAPPSTLPLPQHPGAEEERSPILSVEWTKALTQALTSLGTTPSAVDTFQASGDDWSTVAT
NVAARAAVLQEAILQKQQSRDDSGTPILSLATAPPEFVHELERYRAQTQTLQAQIAELADARERVTIRERQTRRDIYRLA
SGLLTSAQLVARFDSTDQAVDDDLDLAALQASVRAETRPASPPPPTPTDAPSTGISDAQMAALQAQLQDARQQVAARETS
LQELTTKWQDAELRVNALSTKQLTETDTRQLESLASTLEKYRVVESESRSLEAQIVRLRSEWAQARGNDEAARQSMEDLQ
SKHRKRWAELASLLATGAPTNEDVKSPEVADPIAEADFETLRDILTGSRTIVELRHKLNQALGHVRQVETVRDNLRDALV
MNETLKQKVDEYRAKANAAIASQATKSPPSSRHGEAGISSAAKEKESEKPATEKPSSSSNHDKSDKMHREFRRMRKDLAT
LTTSKDAAKAKLERSEREKETLLDANSRFLQQIAEKDEMNAKSLSTILHLKQMTEQLSSERDILEQQVKSASQLALAARL
ATNAKERVSEELVKERLTLDKRVNELEIQLALLNKDLAQKTVECSEATGRMSITKAELEKVLARNNELVEEAEKRETDIR
GLVDSANKAEREAREAKGKLDNLTQQSGGDLSAASSSSTVNQLNTQISVLKSRLACPVCHYRDKECIIMRCRHMHCKQCV
EERISNRSRKCPTCNNKFSDKDVEDIWLS                                                   
>Ptri_XP_002178764                                                              
MKTSSRVHIRNRVVVEPELHLHTVDITEAMRLRGDSGTSRRATTPMTSDFDLAVMPREKIFSRSLHSWSAHHSLTTNNWI
ATIAPASSPSEPGSSNKARYVQIPFPSEREARRFCKAYSPPRLSTAVLCQLCQLTPQAARHCRNCGVTVCDSCSTRWGIR
MVPKTYNPQLLTTTVRVCKSCDWLSNAFCMALLQGRYEDVLTIVETGNVNLRTCFADIHQEAMFPVHCAILGGSLATLQW
LVEMQGCPLSVKKDPKTNRALSLQTSASRTLLDLAMKGRPKIDILVYLIQNGLSISDVHDPSLAPKTLEVVLKAGFPIHS
IDTLMPDMPVITDESDKKFDVSRNKSLVYEESVATLEDACVLCCERSTDCVLIPCGHQICCTDCGHQLTSCPVCKINCSV
LRVYRQ                                                                          
>Ptri_XP_002178762                                                              
MKTSSRVHIRNRVVVEPELHLHTVDITEAMRLRGDSGASRRATAPMTSDFDLAVMPREKIFSRSLHSWSAHHSLTTNNWI
ATIAPASSPSEPGSSNKARYVQIPFPSEREARRFCKAYSPPRLSTAALCQLCQLTPQAARHCRNCGVTVCDSCSTRWGIR
MVPKTYNPQLLTTTVRVCKSCDWLSNAFCMALLQGRYEDVLTIVETGNVNLRTCFADIHQEAMFPVHCAILGGSLATLQW
LVEMQGCPLSVKKDPKTNRALSLQTSASRTLLDLAMKGRPKIDILVYLIQNGLSISDVHDPSLAPKTLEVVLKAGFPIHS
IDTLMPDMPVKTDESDKKFDVSRNKSLVYEESVATLEDACVLCCERSTDCVLIPCGHQICCTDCGHQLTSCPVCKINCSV
LRVYRQ                                                                          
>Ptri_XP_002176914                                                              
METSRSKAAAAAASMVPFHCVICFEEFTSTDRTPMVLPCGHTFVCAPCTRRLRRCMECREPLFMPATSNGGIRLSNQRVL
MPPVTVRQGDRSSPDPSTPPRQQSQFPGPLALPIPKNVVLLSMMEAAGRQKKIDGQQKKEAEDTDSVESGVDSDEEEAEQ
FDLGAIIRSMATMSGPCGTYAVRERFGLAVLPGDPRRNRSFSGEREADVAEPAREREPFSLTFGQKLQIVDFRDGVAKLA
RGEGYVVATSSQLVKVGGPLDESCRLEGLLYTVASRGYDLQRALEENKLVVTHLQSQIDAIKLEGPSHPVVGEVPVDELT
ASRSGDDSDTHPSTPQSVDQSGILQRVLRSPINGNMAVGSPASHDILSDMVEDGDAVYSRSSPGFPSSLDSIDNEEMVRA
GMPTIYRRTESAGDLQQFTFGCGSSLLAGAANEFFGESPTPAATQRYSPRTFNNATRPHSQTYHVDQTPSIAPQFTSSFD
GINFRTGMSGHRALLSTNPGRENRQRREIRMMSEHRGIGKARGTSRTSPKSLPSFGPRYE                    
>Ptri_XP_002177460                                                              
MASETPFSFHCIICFEEFHPDVRYPVVLPCGHTYVCNLCANRLEKCMECRTPLHAMTPRTLPSESVTHRRVLGAPATARS
PWASARAGRAAPSELFQQDHPAHPPTAKSRLPLPRNVVLLSLIEATELATQDIRKKHSNSMQSKNSRDANSFESADSKDE
EEKIRLSTSLATGDSGTYAVALREGLEIYPSRPPTKDMDGSSPNVPDEDVETLVRFFHMDQNAKASEECTPLPAARLSYG
DRVQIVSVNAGWAKLARGYGFIKSDKNLVKVGGCVDKACKLEAMLRTLSRRRKELRREQSQVDNQFITIMSDLQASLQNT
EDLTVICADAFAVPETKVNKKVGSADEIPATPAERLIEENIPADEFHKPSALPQNPTRPSRGGLMCFASEVFDQDNTEGG
SMFSVSPSLSSNSVLGSFLWSESVDSSSRRSFPAASYPSPSQLRAGARAWRELHGREPSSAVDFRTGLSGHTALLSSHAG
SHDYYDPPRTTPSRGLPKMSSHMGLSVGYPRRGRPARTILDRGTGTTPGDREALTNTGSV                    
>Ptri_XP_002176385                                                              
MLDFGQPELPGTFVVLQGVPGDGMRNTIHSFPKYPAKIDDNTAEQRCNDESTTDLQEISSLPVTSTSEGYPNEKAATGTA
LYACSTLPASQATSGSVLQNSGIFPLGCWSPPSASEALSATNGSIHSIQSASTGNDFLSGGSHESQKDEQNFGCSKSHRF
DGLPAKLRCSTPNYAEELALNEWERLCRDEEEGQWLEWNESSEPRPQLRVNENRWWTENGRLIVFERVPSLDTLSTTPTV
GILSPGTVVLGTEMLTIGPSTGRCRVYRPSDATELLRIEAPIQGYIVFSVNRYRFLFPGMLSALLSDRQWLWRVSCPVGA
FVRKGLELSTQHITTVPYGSLVHVKRKAINAMGLSRLQVEVFVPPENESKDPEMVLGWCSEYLNPLSGQRGKIAQPLPLP
VPAVYCVMLKEGAIIRDGVELSSQEIGHAPEGSMLSITSRAFAEHPTEDCVERLRIAGNGGWISRKLNNPPPLDLVIVKL
IELDGEFEPNAPWAFHFSQLRKMQESHQEPTCCGTQVNEFTALPILSPLNPPERSRKGSLTSSRLKKPPLSTYAKIPNRQ
SALEDQCLVCLADFRTSTIVHGETGHIACCLVCARILKAQGSPCPICRQPIELVVQHFWA                    
>Tpse_XP_002294447                                                              
MKRALAERVKQEENHAIQAPPSDAALMNNGGHHHHVTTTAGGYTASGGESSLDNDSSITTGGGQDAMVVVPPLKMARMDA
SMPPPATHLQQPMYSSSTPGEASSSVGEMNIPRPQSASPPGAVSSSTSVATTGPSKKRPRSPTTSTTSQTNNIPPPPPNA
HSSGNISAFQSQRTTNSDDDEAPASKPPSRGARGPSRKYNSSDDEADPTTGPFYLKQQNVALASELYAYRRRVYLLERER
EYRRRMCGVVLGRVRELEGVWRGVEGVLFGECGLTPSSTTTTTNKSDSDETNPPPPVSTGSGTDVELTQSLLNAIKDLAT
NTNIPLGLKSNGQTKQHHVDSLNNFESYSKGTYKEEENADLVNEKARLDAMEDVATTVTSRAVRLRDGVLGLLQGSSTAK
ADPDASLKERIAQLESELKDSDDKLEEMAKSRNEAVASERRVRRGLYRLASNRMSLEDVLKAVEKEDNGVSFMETIAMID
GMNNQKQSSSPGGATAGGVVSSSDVMSSPSFSAVTGSSKESAGVHSEELAQLKKSLQDVQVIAETREKKIAELLSEREEQ
LKRINSLLLPKEGSTSGPSEEAVRKSPAFIDISTKLTTAQRKVQELEAQTKSVLERWSATKGDLDNAKKSIAEMEEKHER



RWNELVSQFADSDAASPTEGANGSKDAFSSAKRIADLESKLQQSIEAVNRMETLRATLADAYKMNETLQSKLDDLKTKNA
KMVAEKSASRAAQGAESLTSPPGSTSKRQSISGSSGSDPTVDKLQRDYKRARKEVAAAVLSKDQAKLKQERAEKERDALM
KTNARLLKQSSEKDDMNAKSLSTILHLKQRNDELQKENAVINQKAKAAQQLSLAARLASNAKDRVGEEALKEKELMEKSV
EELRNECSSLRQEKEQADGLLSQSKEKVNSVAKDLGAVRERCDELVAESTKMEEEKKQMMESLAVVKKEAMESAKKAVAA
SAVSSSHGGVHSDFTMEQLNEQVKYLSNKINCAVCNSREKKCILLRCRHMFCQSCVDENVKNRSRKCPACAQRFDTKDIG
EIWL                                                                            
>Tpse_XP_002290164                                                              
MASSAFSFHCMICFEEFDPVTNYPVVLPCGHTYVCIECANRLDKCMECRTPLVSKVEVPPPPPNAGAASPDVQKENRYSA
VRSSPGQAVRRGPQGGQLRNTMNKPPPQKHYVTTRLPLPKNAVLLSLIQASEPARRRAEEANLPPEMPPSPEKQTVTGNQ
SFSGTSNTRSNSENAGSTSLPKFTKPSPLFLDPSSSASHDAEHPSEYDEEQKIRVGTYLEGGPCGTYAVAVKTGLLVYPT
LFEHTLQNDNDDVVKRDVEELVKNNYRNKMLMKKNENQKSGTDVGAGSKGSSDVGASAKTSLSGRKTPQSMMEHSHHTLV
ECHEKVPDGHHEGDHSIAVEAQFSPKESVLERSFDNDGDDDDSDNDSTTANVDISSALSDPGGSKPMAIIGYSALVQNIN
AEVLAFESTPMRSFPRSSSTAADFMSKSEHLLPTTPPPGAKVKPSTDPALTTTLKLQRQFSHGSYNPINSSGGDEFDRPL
IRLKYGDRVQVVSMDSRGWVKLARGYGYIRLENDKQLVKVGGTSDKACQIEAMLHELSIERNRLKYEQKKLERLSAGLMI
DLQSTLLTSDDLVVVPAPAGIPRSDSELSLLLPRKMDRQASNVSVDDLDISKSSRSSLTSPRVMSNLSGDRITGPQPREI
RSVKSHSPGRQSMINSKTPPSPPAYPTTPGGSSYTMTPTRVNFRTGLSGHRALSSSHSHPHDFIGRPSRSMSNHAGLSSK
KKSSSTRGRSIY                                                                    
>Tpse_XP_002288846                                                              
MPPTTIDSPSSSAAVVTSAAAASPSHFETASLKLIPLTKDEAFARLTQMGKNVKFDDAKPLKKEYDVPRREITLKLCDSS
HDVVDVDADDVVEKRHVHHARRFHDGSVAASVCLGRNNATGINHRAVSRALIDVSMIGGIREGDGTKKEVVALDGTDVTD
SEEQKVDTNNDDTKTKKDNSKEEQFTPKAFYSLRKPEGSHAVYLDGKEIQQPVGRRCPLQHGQIIGLWGPDNFAYLVDIS
MNRESEEEAAKNNNVVGNLKSEGEDSIDIVSPKKRRVLSPTTSVSRCNPTAHEQLRKRAHQLMVGECTCAMCMDILVKST
FAYPCGHAFCADCTEDVNNTCPSCRGKVEGWMPARSFDTMIWATALQGCFDSDDAQFYLDRRREGGEDDATADEKACILG
TGAKEAMGGTNAYLSMHQMQNFNAIALTTATVPPLFASSVNRPHNNNSNSLFGAAAASFPTTATSNPRFSTVGKSADDAI
CLD                                                                             
>Tpse_XP_002290931                                                              
MATTRHGVSKPNSATNSNNGINEENHGNTGGVVGSPSHRKRGAAKPPSSNDDGTNVGGSGGPDIAVDDTNDENFADNSNS
SNFTGSTSSGGNDDGSRVDETPSKRARRSSSLFSQFQSASSTAAVAEQENNSINDSNSNDGVQLKVEPHAINTANDDDDN
NNNNDGDSDIEVLSPTRFKDASMNYGGPAVSRGGAAGNENTTEEDEDEIQVTASNTTNPNIDYPHMRHSCGVFPFRTSNS
NGAHGESSSNTDTNDQHCQKCYCYICDTPSSECEYWSQSKIASTKEKVALGTLDSGLFDKLSEMGGHCDAFVDKGGVISD
GGNSYHGGRRNNSNAGGWDALREFVMKRKNPNATTQREEHGEVTVLNTPRNPYQGNNNSNPPTNPYQNQMAQIQNLIHNE
FMATNEEENNTTAEANEKALVEEEQLQRARGGGGSAAAASSSSSIATATTATSTYDSNNSNKIQRKKMEGDIPNLSLYNS
FFVEGIKIGWPFPQVMKPQRQMAIHLIKALKNSKHVVLESPTGTGKSAAILCSVLAWQRFHYKQMLKERRDERSSTAADV
AERNEGAASEPKKVTIVYCSRTHSQVAQMVASLKSTPYRPRMAILGSRERLCIHKSIKPRGKNAEAVSGINVNNECRVRV
RNTEKSRKHKLSNPDSRDPYLDDDPPESMPGDGNTYNPVEEGVEEETEENRFIGRSKTCSHYRQLTTNRVANLAHSTFVP
NNKVDCCSAGGKKSTYGAHDIEDLVNFGVDPYLQKEVALYRGKGVKTFGLSLIKQSGSNSCVIQSTKKDYPADVNGSLKS
GDRILRVNGNDVSQSSPTSVAGMIRDVTADPLLLDVTRGGSGTLSQGDGSYSSHAACPYYISHILAKDAEIIFAPYNYVL
DPSIRDAMGLDLTGSVVILDEAHNVEDTLRSAGSGEFGEFALCELIVMLNNYAITEKSTTNMMEVGGIAPPSGDSTETAY
LCDVAHVLLLFVEKIANKLRAAKQSFERNPGAKGADAVLRESEKFHSPDDTEYEVTFDGPSGNGLRGKPVGCLPFFEQLG
LTSDDFEMLARYVEAFEKFFRGHEPNEASGERDRISNLVDSLIDLVHKMYAALKTPEHYYAAVMCKANGSLEHARCGVVD
ESEGNGGRSKRKPKLLPLIPPRTANHPNRPPNPCLHACCKAQCINILDPIRHGNGCDGSTPKWEATLHLNLLTPGPLMQQ
LSNECRTLVLASGSLSPLPSLCAELNLFPADASIGVSSPKPTSTQDILQPTVQKRLQNRPPPLEADHVVDLDKQLFAVSI
GAFADGSELRVAQKNYSQNSFIEKLGDTIVNIISGIPKGGVLIFLPSYSLLRRCERLWNPNGYRNNRRSFWSQQEESDGP
SVFDRLKQLKHNVIVEPTGGQDEFEAKKDEYMESVKHFGGCVLFAVFRGKMSEGISFNDNNARGVICVGLPLPSAFSLPI
QVKMKYNDEQRKLRHRTDLLPGREWYQQQAYRAIAQALGRCIRHAADYGAIFLLDSRHCDDGSPNDGIPNAHKNLPKWMR
RSVKNLSMNTSGRASMLNYVSSSKTVMGGYPGLRQELRRFFMAAKPHVASVIQKQHKLIADAQEKSAVFTFDSRANTWSE
AKSPPPTVATKSPSQYSRSNSSIDAKLKTASLSSAAKSNESSSDDEDIVVIVKPSSKQGIQIVTSKQNTLKDAFKKQQTL
APAAATSGSGKPSSIRTSSSKSARAPSNLKNMFEKQRAASASTQGEVSTQADVEPTHSPLVRSTQPVRTDDANTHCFVKS
PFVQETFSPIAGAAVASSAPLQQVDIGSQASAMESDEHLCVVCEDAKKEVIILPCKHMCLCKKCANFDIMKLCPLCRSPV
QDSLDVYW                                                                        
>Pinf_XP_002904779                                                              
MVKLEICGIPVEFPFPPYDSQLIYMEKVLLALTSKQNAILESPTGTGKTLCLLCATLAWRRELQKKLGTNTLAPAKRPGP
SLAYEGYGSDGESDAPQLPRIIYSSRTHSQLKQVVQELKNTSYRPNVAVLGSREHLCVNEKVSKLRGTRQNLACRSTCKD
RRCMHKLGFDSYAKRSKKQAQPIMDIEELVTTMKEKIICPFFLTRNMLPEAEIVFVPYNYLIDPMARRSIGISIENSILI
FDEAHNVESIASEAASYALSSNDISGCISEVDTFIRGLSTNSIQLNAGSNLTLEDSAVSRCLRMEVLPRYPGQYIFEFFE
QFNVNFETCPLVLSMIEEIIEVAHGGDDSQRAASKLDTMLSFLGTIFRSKEQHLQAAKNYRVHIQEIRERPSNSGRLFNS
GRKNKTTTTRVFNYWCFHPGVAFREICTNNVHNVILTSGTLSPLDTTVKELGIDFPVRLENNHVVDADQVWVGVVGTGVT
GKKLNSSYNFRSTETYLLELGNTIVNFTRLVPHGLLVFFPSYSILEESIDKWQRPATGQSALSIWDRIVQQKQTFVEPRG
RADFKAVVDEYHQAIADNPKGAVFFAVCRGKVSEGIDFSNDKGRAVIITGLPFPPTKDPKIMLKKSILDEAVVSPGELKL
TGNAWYIQQASRAVNQAIGRVIRHRHDYGAIILLDERFALKQQQECLSKWLQPYCHTCRGYGEAHIGLTRFFKTNKTRAV
PESSKKILQQPKPIGLSKRAMSKSSKISSDNESEQISQQLSSSQLSRQSSQTAIGDGQTYVNPLLLRHPPDSTDITAAPL
KRSLGSLLMSTSKSAMVDVTSSIARPFTAPKMMNSVGSADGAIVVSNGDARSWQSAKQQFAAKHESGNDDNDKTSAAEFP



AVARNVLQPPDVPKLYGFIRQLRAGEDVEAALSGICNLLRDPACKELLDLMPKVLNGVMCDRFIEAARDHGLEVSVGSSA
QGSSARAQPTDMSTFFERLQQKKRKTYRDHVPTAAVVKDPQCFVCYDITRKAYASQCGHICCHPCWKKMEKDGFTSCPVC
KIPIKLEQLSLIRAAKDS                                                              
>Pinf_XP_002997934                                                              
MPIQRNDFLVLWKLSRSGDEVKVQEEIEESDAVARNLVNFKHHRKGTTPLMEAAACRGGEPVVTKLIAAGADVNDVDDTR
LKNTALHYAATTNPDPLATETLLEAGADAFAVNRKGLTPLDVARQNGRKAVGTVLMNLMKVHAGWLYLRGKFRWKRRWAV
VVACNRQRTSTELCIFRRQGDLRPDLVMLIDEAARVSHFPSTDSYSWLKRENAFVFDKPVMCHRIKGRKFTRAPICRKTM
SLDDVQTLHYVFAADSLNNLAQWRRVLQSFNFCSRKSRSSLNRTSLVETQNGELYYWPHELVENLRSSILREQDQQREEA
NDPLYQRLRATFEQRQSELAPNAQQAPQPQAPTQLLPSYENSVDDLPPNFQRRATPGQLVDQPRALVNRDQSRVHFTPIQ
PVKYIEVPLAAQQPYIDCQDTNSSVSIVTGSDFDTAGPEFETGIMILSDNESRTSQPQQSSNQEQEIDIRGKGVEPQNQQ
EESPQPTEASEEQVRQSFDTQPDLCGICDVTRRNAICSPCGHQAGCTGCLKTIMRTLKSCPICQMPVRSVLKVHD     
>Pinf_XP_002909349                                                              
MIPTAPGASGDFAGEIESEAAEIRTLIARTAELWSAVDRAEQAEDIPPMRSFSASALHPSLPAPYECAEEDDSTLSSDNE
EYEGDEGTEEENASLQQVGDNSIANEAGTESLRPPSFDNDPGNEDTDEERGFQLEQGEIMDPSNRAINAAKARAIKNAML
GNLIRLGFRENITRAALEAGALEIDHYDSDCELAYVDIFMSLVKMVADAHVDVMNEREDLGPDWAVSEAYSVEQRSFLPF
KWPVFDMAQFEFGNARPGTCFNSVCVLTNLPKVSMDRTEELMEILSCHLFCMVGDPIQLVIPSASSSGRTKGHAFLEFDD
PEMARRCALAVDGLTWGRGPFGRIRGNLFRQYQVKSPAEGQRRAHNYPSDDGASFPQSFADRSRIIERFRPRQDVAQQQT
LLSDSEEDSSDGEWGASRPLEYAQLNSSPLLDLSAGSVEMREQFEPVRHQGISMQLGWDNGALGDEYSSEDDENDASFDS
TSALELQAPDEEKLLDHSLFDELVHDDSFIDSRCSATRVSVSSGEAQASSTVTSTASAAARDALTESGHWTEHEGDDGAE
KPWRRYCEDLIVRNREMQEQVAFARRRILQLSHNNQKLHLLIDRVERDRDGLLFENDSLQTQLHGFENHAQHHDSLMQEV
ATLRNRLKHKEHTVDLRTLDPHQQVQAAYTVASRSQASHSFRSVRSALTLASATTLTHCSMDELKEWEHLLETTLSHVRS
AKEDKALEMQKKLDRQVEEQNELKLCVICLSNEKTILCLPCRHLCLCEACSRREEVAKCPICRLEIDEMLAVYS      
>Pinf_XP_002908831                                                              
MGHTASVNRQRRVSTGTLYGEPAGAATAPRGSYTPAQMQALYLSRGRPDMAFMSNQGRVPVDVPELQQTCTVKNPVNLKK
ASLKLLRSPTEPQQYALEFQLDATKRCLISVYLVATETIDADSGGSSFALVHSDKNPVLSQHFPSGLGQVFVLKGSEKEE
NTVKEEEQEKPEQPLPLLDFSSYDPDEFVYKPGTAQFPLIIVLEVASDKKRPQSQTTFCTFVKKGEDSWDVKMLKQKILV
DGLTYELQEIYGIDGSVAAAPKTERNGASGDGQSDTTQAAKEEIDIPEGAECIICLCEPRNTTILPCRHMCLCTECAEAL
RRSSSTCPICRTRVEALLQIRIEAKETTTTEAEEEKTEVEDTT                                     
>Pinf_XP_002908756                                                              
MGNEPSKHRRQSRSMTETGPRPIPGRSAELTQMIPDQFSSLPQVTQALRSSGLESCNLIIGIDCTKSNEWSGKRTFGGRS
LHDIDDQSAHNPYEDVIETIGRTLRDFDEDNIIPVYGFGDELTCDRAVFTFAEHGQAGFPLENIRFRYREVVRNVVMAGP
TSFAPIINEAVNIVNRTGDYHILVIIADGQVTRSVDIPPHSVSKNEKETIDAITYASNFPLSIVMVGVGDGPWESMIYFD
NYLVHRKFDNFQFVEYHKITSQFNDPQMKETQFALQALMEIPDQYRTIKAMNYLNRGPFRVRTDLPRVDVFPPPQPIENV
HHSHIHGVFQPQSQQAQAHSVTTTTQYGQTTSPSAPLFGSVEATRPTLQHRTSMAEEELARLQDALLCPICEDRKKDTVF
QCGHETCQKCGEFLSHCPLCRQQIQVRIKRFG                                                
>Pinf_XP_002908032                                                              
MADYEEESDCCPLCMEELDITDQTFNACPCGYQVCLWCWHQIKNEYNGLCPACRQPYAELSKQKNPLDREDVVRRTKQRK
QKEKIERRSAAQAKQTTVNRKSLQNVRVMQRNLVYVIGLPVHFAEEDILRSNECFGQYGKIVKAVVNKSHLNTDRANATA
SAYITFANKEDALCCIVAIDGYYLDGSQLRTEYPPLSRGHSYSNIVAGGHSSSSLAGAAPPAPVDPVPNKKPDLRVDTSR
EEDKEHTTEAAVGPLEALKLATGSSTEQPAWAQPFPTPAISQNESEETNTADSSSASVFSPFGLGFDGGIRRASSAVELT
PKTPVSGDVWGSSTASDATLDSFPSATSAMSASASSSSSFASIDAIFSQRNDSSEALAGLLGVQLAPNPLAQPLAAPAKD
AHTSRFSFANLADAGRGALQQSGARYELLDGTTVNNRSSFGGFDAPRSGNTSTSSGFPTTTDRSGFPPLGSSQHHMPPPH
PPRSSFGNDFRSNDLPLGGSSALGGESGGLAFLQQMLPNVNISFGGDYPSLSGTESSGVGATTPPTRSASTGRGRNAGRR
LFERSQSAGGGLVSADAWDGGSLSSLGFDGQSSARRASSGSSFYDPTLASQSSSGFSSNFYGFNATNSNESENDRLRMHS
DFGGDAYRRSGSLVNNS                                                               
>Pinf_XP_002906863                                                              
MAETGAHARENGVSHKKRRETMSGGESAPKKIKLEEDTPPEANPNTIEAVREKNKALDIDMKEKNRRITYLTKKCEALYR
SRGVTSASFRFLRRQWFQLQDELLAAVKTVDPSSVPDEASKEAWLAALDAIDGFGQVRVRTEELKLNLPEWFITVAKDAE
QEEPDADVSLPSDDDADASAFIKADDLSKLEKEVYEQLKQKSEITKELLQKLLAAVGSASQDKTKPIEYAHILQEKRAAV
AETLGLKSQLQAVPELERDVEAKETERHRACRDYDRLSVYVEQRGGVNTDNGDVGDVKMEEAADGEKAGEKASSGSSSTE
MVKQEALVEQAKEHAKVVATLKENIGILSKKLYQERHNVDSMKRELEKLKASETAWKNDEAALAQEHEEKIQQLRDEKAH
GDEEYKKVLHKTKDLEHHMTMKWEKKITKIQAEMSKTKAQMDELNLKNVSLREKISNASTYRDQLSEAKSELQSVRRENT
NLTAQIERERSRADRAQASADNHEILTLTKKVALLEKEKLELQQTYDALKQAEMKSAGEKLTDALKRLSGVEAKLEEERK
EAHECSERLRAQIKDMKASGEATREENDALLLEIETVTKDVESLRHGRKKFIQQIEEKRNANKKLHTLLAREEQAKSHCF
EELAAVRLQVSSLSTVHKHQKAFIESAKESLQAKEIELDKLKEYVKTIETEREASDAEKRKLLRDAEVAKTICATAEKSH
QQLQQEKQKPCEECETQRKKIDEMERKLQHAKSTPSTGELTDLERFELRDLQKLVNCSVCQDRRKDVLISKCSHMFCKEC
IENNLKSRNRKCPTCKKMFGHDDVKSVWFT                                                  
>Pinf_XP_002905214                                                              
MASRDEVVIDGDSTEDDEEVTIITPEARKRRRRSNIMSLAASSAPRRQQQLLLNENGVSSKPMTLRTPTMSRRSSRNMQQ
LSISAAVARGERGRRQQQEGEQQDAEEREGSGDDDVRVVHPPSVSSVGSSGRKSRRPAIHDSDEEMEKDQDEPKEDSDGE
QEVEIDAEGSSASRRSSRIHHKRQEKEKQHASARKLDYPVLDNCLESLQSLGPHYNGDGDDDEDEYKESEPEEPSPPPKK
RRRSVPRAGERDNREKVYADAGDDVDDFICGDDEIEYMNDDEEAVISVASSDDDMAADDPEELRAMLDAGRSREVSEWFG



IYLEYLEECIIDPDFESTMRRKSSKAKHQLYAQAINHIERKLCSCRDTVRSGVAWPEDMVDALNHASLYRSSRVSADQDC
EACNRRQHVATYHVDLAGYACDATKLYGHNWMRHLKDSVKEAAPVQISFEMGSVCYARTSAYWQMLHAKQFWCIIIDAKR
KRCADSSGRIAEPYREGFVKKEFGRFKKLVGLVEKFAEDSKRITQYMPNEWKKITRRNVTKTRRGTLDAFVGESEEEETE
DEEEAMEKTEQEKRSAAAVDNDDIQATDDEEETKDLEIISPQRTPRSESKKEQKLQSPSSEEEKKEEPQVKDEKPVEKDI
DDLMCLVCDASPRNAGVVHGIYLHVYCCYACAKRQHRMKCGCMVCNRPIDRVLRLLPLTVDARNAIRNQQKNS       
>Pinf_XP_002904825                                                              
MTSVASSSTTSSSSSSIATTSTLSALTPAFTMIPSSVRRRAANDPTPATDQDESGQRKRRPRPRHRKKKESALPSEQNEA
ENVAEEKSKPKRRKRPAKKNPVSTAHEASTSASTPEEDDEPEYCILCADPIKFYAVGECNHHGICSKCSMRMRLIMDDRN
CPMCKQPLDRVVVSSTSRPYESFELWGDAAGPDSVLDEPSETIYVDCKAHYYELRSLREFKCRMKRCRELKHSLGQLKEH
LRQDHGVEFCELCLSHQSFFIQEQEVFTKGALKGHNIGRSRGGPTGQKHANTGKDFHPMCQFCRKRFYGDKELYEHLERN
HFKCHICKVENEYFRNYASLETHFRREHHLCEDRRCLEMRFVVFPNDVEYQAHMSSIHGVHNRLQFNFQVARGGSNPVSG
PITPGYADEVPDHWNYGVSDHPPSPPVRLEEAFPALPTPAGPAPAPVLRPAITRPSSGHTQGPSPARQVPTPPRGQIVRN
QRLAQALGVTRPGLARGDTAAFEEEMKTPSYPDDLVAWGKANTSYLTVVERRLERIVQEPSCHSVSLRVMSGEERALMHQ
LASFYGVVSESFGEDPHRRISFFKRDDARVPTVTLSAHISNLNKQARAAQALSRLKFLPLRGSTPPQPTVPVLARTPVPV
NRGWEHIEPRRAPVVADAWSDEEDEAATEEEGTADSADSQEHSEETEEKSSPERLVGAAGSSEYPHDSAETEALKAKVAA
IKLDEEEWD                                                                       
>Pinf_XP_002901809                                                              
MGNAASWLAQCFYPEDQVFWAAAHYGDARIIRSAASRLTPETRKFLEWQEPYTGRTALLEAAAKGHVECARLLIETGANC
NAKDLKMNTPLHLACKRAHPEMVKLLLEVPAVNPFEINLYMKTPLDLARSRFSNEEEEKEAQPYAKCIEVLEKKFCLYSG
WLYVKTDNVVSFVSGISSLNSWTRRLCIVLERGEPGVLELALFSMKQGGGVRPVCPTSVMLYSVASGMEASNDPRWFSRK
DFTFIVRGDQLNKCHYRASSALQTPVHFAAINQASFDAWKDFFLHQQQQLTERTRSITNLREQLRLPEAIHDNVAGWNPQ
SYHPEPSPALPQETASSTSERKPPVINYGDTAAHSSIGECVICFDGPQSAVCVPCGHNAVCMKCAKEILTTSAECPVCRT
HIRELIKLYRV                                                                     
>Pinf_XP_002901808                                                              
MGNATSWLSQSLCPEEQALWVAAKSGDLAALSEGLARLTPETRFYSEWRDPVYGYSPLANACSQGHLHCVHDLLAYGVDC
NARDSQGNTPLHIATACGKSEVVRLLLETPAVDYFAKTSTKAQTALDIARQAYRVSDGRGLTYIQCVEHIEKKLCLYSGW
LYERADNFLSIASGISGLDSWKKRYAMVLRTATPDVVEIDLFPMKPGERRPPVPSSELLYRTNDGIQLNDTSTWLHRKDF
RLSLKVSKKQDTSRASAVQSIDFAATNQGELVAWKTFLTSLRVPQPAQPARPASTSAQSTSCTQTALQEQRDLERALQLS
LEESRRHSRTQSAPSAPPPSDTMLETLGNSETVVGPDGVEIVQLIRDDEAAVGQGPRPTALSSPVKSVPGQSTVTQHMNE
CVICFDGPQVAVCVPCGHNAVCMDCAQELLDTTRLCPVCRQQVREVIRLYRV                            
>Pinf_XP_002901723                                                              
MVDADVYFGDDFGQKIDLTVRIREILRNYPEGTSIFKEMVQNADDAGATDVNLCLDYRQHAATGLAYEKLASFQGPSLLV
HNNATFSAADFQSIQRIGDSLKKDNSKGWKTGRFGVGFNSVYHVTDLPTFVSGSQLVFFDPQACHLPNVNPSNPGKMIDY
IAHPDLVDNFPAQIDPFRCFGCNFSESFAGTIFRLALRTEEQAQQSKLSNRAQTPAKMAEMLKEFADSLPTVLLFLRNVC
KISIWEWRAGEDSPAVLHEALITNMTSDIKAKRSLQHTSLGSSRQLATQRFSADGIVCDYPLKIEARHCTASLTKEYMIM
NQLGGGDCTKIACDLANASQRLVPWGGVAVSTTADSANTAISGLAFCFLPLPTHTYLPVHVNGYFELSSNRRDIWFGEGL
SGDGLLRAQWNIALLRDVIAPCYARAVLHLANNQVMEPDQHVQLLPQALPPAPWDSLTYAFLSLIRNKPCLYSEVGDGQW
VSPLESMVIRSSYSNSKHLEQLLIDDGFPVVRNLAEDRERVLVKTGTVPSYVEPQTVRKAYKAKHSSHASNHDAVKCLLS
FMLSDLEPDCVNALVGVKFLPVADGTLQVFENRSKSDHNELEYLCSMGFTRQHAVFALAVAGDNGVETALNWLLQNPNPS
SVSGEGANCTFYIPSREELELLEKARGHLVNIEAIGADELKLLSSEVAQKQLNVQKLDYQGFEDMLAVVLPAAWFGKLLV
PWNGANDGDEPSEKWFRQLWKYIGTSKHLSSFKDKWPIVPTSLHKLAQLSASAGVLSAELIPESCLLCLEKIQVRLLLPN
LFASFQPNPEVWQYIHQPTPAGVLSCIGVALGDGGLAVPAQVKALFERTERSDRENLLKFLMSGNIEDIGANHKQIGCKL
PIFPGFRSVARLEERDTQWTSSDEEAGDVDSGFSPVFVSLAEIEEQHHEPLLCVGMTPKFLDDKFVFVKEGDTVLAKFLA
HLGVRRISKVEFFAKYLIPRFNHIKPEARVKFVYQLLVELTSLLAQDHDGILSSILDTATIFPTMTGDLKCIDDLYDPEI
DEFMDIMDDSFFPALELQDPQPLSALRSIGLQRALSRRSILSLAVSLENDQMRIASGSAGLKDDDEMCEKLRSRSIKFFQ
YVDTHMDQLVTPTSLQRKPHMLAKKSKKSKGMRFLRNFIGDDRLRGLDALHGNNALPAEELEGQAMEKAEIEDFKAKLAI
IVWIPVCEEKPHPAAPWYKQGERIIVASSQQSRPTKQLWLCSSQFHIIKCTVHSEVLRGVLGWDKLVPVETIAAQLKKIS
LLFDSQRVQDEGELKSGADSDTHVIWSAVYNIYQVLSVFFETEMGDRRSQVLAILAGNGKYVWVGDRFVSANHVANVAVV
NAEPYLYTVPNELLHFRPFLRAIGVRERFALADYVHVLGSMYKECSSVVTSEDGGTKNAPLSGDKLTTAIGLIQLISDTL
QHHSDYELFAPDRDGVLEFAASLTFDDAPWLNERDYETSSGSTRFIHPKISNEVAAKIGCRSLRNQLLHESGHEAMSFGD
VEAFGQTEALTKRIAHILEQYPDGPNIISELIQNADDAGATRVAVLYNGLMFDPHATHLPGISAVNPGIKIRFANASIVK
QFPDQFAPFKGVFGCDLEHHYKGTLFRFPLRDSSLAESSEIKRRGYSHREIAELFKSFQASIIDTLLFLRNVRKVEVYFQ
PEIDQPPVLLYDAEVPEEDRGESWREIDRFMRNTGKVPGATELSAKREFYTRLRSTPTEELPSVKQVLHIRRRQQKELKE
SFRRFDIATSQHEAEVELDDQMEETSEKYLVCNQIGGGKARDMACAAENESLKLIPWVGIASRIDGVPTEGRAFCFLPLP
VRVGLPVHVNGYFELSSNRRDIWTGDDMSGDGKLRSEWNANLLVDAVAPAYLAFLLEAKAMSQGDASQYLTFFPTNLPAS
PWDSVVLELFRIMKNKPMFFTSPSQVMGNALVEGPRKSVAPGSCVLIDDSLSDWEILEAALSTVSLSTVYLPVALRNLLV
QLNTVHGAMTPGFFRQLTRTGDFLPVLNQDGLKRVIQLCVSDCLGPSNLLAAQSLNQLPLLPLKNGKFERLCFTDTNNDV
NSSRKQQPTFFFVNAMEEQLLADFQHRVVRGEFKELFDQLPAVYENSNLGVVNLETILESFLPHVLGRCWSKVQKDVFTL
TSPSGLENIQAKKDWIRLLWTYVETQLQTLEQLPQELMKWPLIPTVGDGDNQWVCLSANASLVFPHSEASLLSSELLSQL
QHVLAKVGVHIVDTSYVNGERSMQWLLAPTERQVLCDFFAQNTFDTVSNDLHPILFELPIFPVYTKAISTAASARDDDSM
QFVSLRRGGYLPDANADSRILDDSFFCAKKEALRRFLRDYGIDEWTDTRILLEYVFPRLEELEKRDGDLVDSVIVGALET
LSYHQRNNSRFRDVITTQAIIPSRKRVFREVHQLHDPSVSELSELVGENSLPAQAFSTPAMVPILRSLGLRTGLSCHAVL



ESARSIETMYAESSADSVDQARLKSHSLLSIVNKHFDLMMSESTSNDSVTDQEGNSDKRAMQDIVAELKEVKWLPVRLEP
PDPAMPWKNPTESGDQRVSLSNASKMRPLKDAWRCSSSMDILDGELTSEELIGAFGWKEPVDAYVIAKQLEAIGLQWEEY
CGVKDAEVTSTSPSWRFPLSEVHLMYEELETYRLSDEEGWKTSSVHRKLANALWIWTGKGFAYPCQIAVEADPALEPLLY
SCPSEHIIPRSLLASFGLKNDFDTVDYLEAIMRLPRNVVLNGKQVAACLIIYETIADDTPTLESSLGSFISQEMVLLDQS
NRLVSAVQLIFDDMEWNESREVRRGATFVSNKVPKTVAGLLGAASLHSTLAQTSVTSRRVVCPPADAIKSVLPLRSEWHH
TLLWETILAAERLGGTQVDFFLDSRHHSSQRVIQPSLQPLQDEALCIHIHDLVLSESDINNLFQGDSSRAGLLCGFAVSD
CMQILSGEGFYVLDPTGCYLTSSTGTTTASTPASGRMTSVGRRYEVLSQDFVRYPDQLLPFTTLPSCPSNVSQGTQSTLI
RYPWRKSASAVSAYVLDTREADKLVVFLKSQLFQTLIFTECVHRISLWSVGKGSEFASHCHGEVYLDAPERTIRKRNMTR
QNQEWKKRFSLQSFFKTPQIPENQMEFVVNLELENRQHRDTWLFADNIGWGRSRDLACTPVHEMLHSLPYVTVACHIFRD
GKPAPRLRGHVYKIVDTKQKVGLPVHINGCFKKSIKDKQLALTAPNQSGREDDSGGASGSELQVAAGWNRILLEDGASDA
YAKLLMVARRRYESSFPRALYKIWPTLQQRGDKQLGALVQTHTYHSVGTRELFLCTDGAFRALSSGYQLDLSGMNIQVAS
FAQLHFPAFNVPARILQDCSRLLPSRIYAVTPRVMRRFLRSVSSSEVLSDVCLSLFEYCLSDLPFPLPSEADPIWTEFHG
LSLLPLEDGSIGVLRLNQRRTSYILGSFNQIELLRPLGHMFVSLAACQRLHKYFSETRFTSIFGVASFSIKTLADNIERV
LPSYWKNQPVVDWDPTSSVDQLWLYRFWQVVHFERRSLEYFASWPLIPVKGSRLVSCAKMDKAVCVWDGSADSEISAQVA
EAFEASTTEQDRKMAGMEAERKRLMELSSEKRKKDDELADDSSDDDRSGEVDEDSDNASISGDEESSGGGVTVEVEDIPS
PLRERKSSIRDVESDDGGEATPLSPGSLLVALENISDYEDDAENLESGDISEGFAVPVYPVEDESHEFCSRETLHNVLLE
LNVSMMELAYLGGQERDIVPRSAEVGLVVLDGIFASAWEELAWEALTEARAVLIAEFFAHNGETNGGYNRVQLEKLKQLP
IFVNVRDEPCAIHGGQDFYLIPPDLNLTDIPLSPDAQQCFLKSNPRLNGLYKELGVDEMSDSKLLIYILPMFNELLESQR
DQVMHIVLRKWQSLRGNAELTALLKISALFRDTESEDASYRPADAYCDPRNKVLATIYASARGQFPAQRYRTPEWLDLMG
EIGLQTEVTVDIFVECAQRIDGQFSGKQALTPEDEHLITTLHEFFVQNFDRFDRARSFFERITSLAFVPAVVYETISESS
NGAAVDSQKREGQFTSRSVVRKYSDCATPDDQALVYSTMPILANVALPPRVLYSRLGIKSPPPQDQVVRHLMTVTNADRA
MSSRSLDWQFFLPMVEVFQSIFKFLQENWGELRVETQQRLANAAVIPVGSTLVKGSRLFFHLGENLAPLMFEVPRVFGAY
DTLFRHMGSKEAPEVGDYIRLLRDLKEECCGHPLNLNELIAAARAIDLLVAAMAESNYRLSLEEKISIFLPSGTAVMQSM
LVMAFNDSASLCSSVDLTQLHVAHPRISTRCCKVLGVPGITSIVTEELDGGENPTELLASDDIAHFNSVLASQQFADGLR
KIITAQQQKASSYDAFGSIPDFEDLNQRIMNLATYEVKCTAELRSRFIAKLDFPARRIDVTKTERQSSLSFLDQTRRRVY
ITKRTLEARSEKGMRASHLVARCINQLLGGVLQDCSVLESILTCDEMEIPDVLQVLDIYEDPVLIVEKLRGVLGQPLCEA
DCANVELAPLRSCLSGEFVAVEDESGTLCYAKILREQPSDVAGVCRYEVKVNSSSTRWILATQLYFFRSGRVGSSGSSAT
AQSKRQAEDVATNHLENVALPASVIAIAPVAQSGEITTGFINANAPAAAVSSANVLSAVNDLLSRLNVTLDTSVEDLMAE
NVRLQRRLEVAEAGRRAAATQIDTVIREKKEVQDSLVCAVCLENQVNRVLIPCGHIYCASCVQQLPRPSCPICRQSIVSS
SVFHVPS                                                                         
>Pinf_XP_002900763                                                              
MANRTEDEWSLVSDNEEVLSDMSFDEVDPEPEMCYRFSQTPVSLNVQPRVTLTRSSFPERLRATTAAMRPLAREVEQPKY
TEVTPFKQDQSTQVDFKAPPVEAQETRATLLRDVSDRSMTISNQLRAKSQDNERLSLRIAELESQQAKLSAEYQDNLKAI
ADNLRRENADLRRQNTALQGEDESLAVRSLTELEELETMLARGMENVRSALRTKYRAAMEKHREHELCVVCFEKPVSVVL
LPCRHQVLCASCALRVTSCPIDRQDIQDKALTYGLNAYTTSSS                                     
>Pinf_XP_002899411                                                              
MLQLQTANSRRNARRASIVNTVEFPSTEASEAKDKAPVAKRKTPQASHKSPKSRQAANGYARKTSSLEMVGDDDSSLCKL
CYSEEALVHMKPCGHAVCSACWSRLPASSGQSGAVSRRVCPWDREIVEKR                              
>Pinf_XP_002899345                                                              
MGTGEALHIPRPDPNTMSSYLPPQSSGMPYNSGANGISAPSGRPDGPSGAFMPPPPPGSCLMCYNPNVDVLLEPCHHQFH
AGCIERALTKDKVCPTCWTPIQAPRRLMTQQYAAQMQASVSQDNGGYPLDSKAHVLDGTTHNAAAAGGTPTSSADGNTPP
ASNPPTAMRKGKWTAEESAYCDRLIEEFKKGNLPLAEGTTLRTFLSKLLNCDPMRISKKYTGDQCIGKIIFRRREDEVSK
EDMENIRKDLAELEKTYLEREQYNQRRREKRLESELSRDKNRFATARSIGYAAAAAGNPAAMRTPQPQPQQHQQQQQQQQ
QQQQQQQQQHHHQQGYPAASMQPMTKQAPRPVPAQQPPAGYGASGRPGAMPVQPPLHPPQQNTNVSSHVFNGDHNNVSML
GIAGSQTQGPGQHAPNGMQDNKLSSNSAPMDGNSSDAFPRVSSIDSFSCLFPRVASIENFQHSTSSGFNGMNPNASYAST
ETLNTMTSSGFDAQHANLPKPLSIGEGLNAYFPRIQSLEQLSNLLQDHGPNSPRAASSAAQNPQNSMENAATPNKQQDKD
NATSGGVRRRLGEIGIKEEQQRDAVVNAQSCDTSGSDEHSAVSTSTSVTTCSASTGASKRLSPSHNASSGSGNQIQIPKP
LNKMPRSSSGIFPRVPSMDKMPRVPSLDKLPRIPSMDKLHTMGGGEQRIPRVPSSDKMARVPSSDMLSRFGSGDLSSFPS
FSNLSTLSSSASYDKLSSLGGFKSGFPRNSSIEDILSLVASSESTGLPSNGSAMQLSALAAVAGEESSHLANERKRRLEN
SQQEAALTADNKKSKLST                                                              
>Pinf_XP_002898537                                                              
MASQDDDHHSSNGNPRPVVPTQLLPKKAAARSGSDQVRRNRMNMEKMIMKNVAASRNSTKNRAQQILESFKKKRQQQEDT
PGVKVDEVERSAKRQKTSPPHGDAAARTAVAAGILSPARRAPTASGPNFTSPARRHNHPLNLKSPVPQQASPARARGVNP
LHLSSPVRPPRSSVLASPARPKRSGNTASPLRRSDFLTSPLRHRASASPKRPLMFDDTSTDAAATSTRINGHPPLLSSAL
DQVEVAPAAKAAKAVRAAKSPFQSFQAKFSKSPAKPARTTSSPGAGGDSMRMKVPRSGPMMVDLAHPDDAHGTSVAADTL
SDFTAPSTTHSAAVSSGNGPRAAQITAGPPTSASDRPSSSPTPPPKPVRKLFPSSRPVVAQRSICFSTESVATALDVTPD
GEIVVVGFTDGSVRLYEMDSSVPSDRHGYLLGHLDEQSSQRSDNVHMRVKISPDGRYVFAGDRQRRRVVMSINLDHYRNE
KEGDDEDFQQFQKHFHGNSKLRGFADVTTYVPPTDSSVKEQQENTRKRSAYYILTGLGVGNLNLWRFVEQYQQEPIWEHL
QNFGAGGNTAVMAAFLPSSESPGVLAIAAVCRDKNLRVWPMEYTRTSSAEESNDDSATETEDTSFLGGVHSVSSHFNIQN
TSDIVAIHGQYGYGISLMGEAYRICFPDSSILNSSCERLPRQVFELEKLGGGGISKSRRSNVMLESLAASDDGKTVVVVS
SEGIFYYSNKLPEVGSDEEAHLRIIGKNASENTLFKAPMKVYTPRIKTKDSTVKSEAMMAVVTNPSDEDSEEEGRFINVD
PTEAFAARWMVPSRGQDCWVCGVRNASHWVGPPESKAKEPSRAQLEAQQRERARAQRRQDRLTKRALTAASSQQTSSNSR



DAETPVAATPKTTPRSSARKVAKSKENAQFSAVVASSPGIVQVSGQKRRMSQNSGAGDDEDEDCTGSDDNTPSIASLMSE
LEHFKKRNAEIKTEWQRRLLGERQLRRKWKQREEEFLDQLNDSLTKLDTAEVEVDRLRVLLRDAEKRFAFEKARVEQETS
VKARYEQMCEQMNDKMALIADQKRLLEQTTRSLLTEVDRNVHALKNAVILEKTECVVCKDQQAVTAIVPCGHLCFCEQDA
ETYRRNCTTQYPTCPICQQEIISLLRIYT                                                   
>Tgon_XP_002371900                                                              
MFRPSLLLPSDEYRGHSMWKVGWMCSGVLFESGSALLMAILAWCYATMDVTQAVWATLPLPVAVFDFLVLLLGLHRLHVG
RAWLLTSELHVRYLLLFSFLFRLLSSLTLSLVLLDFLPLTLLPVPPCMGYLGGVVINVYAGDSYTWIRLHVLDLVVSLTC
VNVVLSSLSASPWSASCLLYPVFAVCVAFVALTLLLWYVLITDAALRRDTLLRLAVNLLLHLSFSLFLSIIFLAQFMDQR
QAAAAELLPVEGVAGAGAQPGRRGSDLFSVLISLFSPLIKYVDPPVKPARPLQSEPESPATPDGTSLLSPDEEIRGEADM
ITATYWAIPLLFALLLVQIFAGSWFVFLVASHTDVSSPPESPFLSLSAPSYASGESRCPNGASGLRGPEEALPLTCNMRV
TLEKVGHHFYRILHSPGPDASAEQVAFLRDAFPFTRHQKEAHETRKEDMVAALAQETRDTPLARSETSAGRQGVEVDNSG
DDREGDDAELEFAVAVDLSGEAGKGEGRLACEESWRGETEGEIENPPERRLGTQGRDKSGDKSRGVSPPSGAAQRARREC
EGGGMSESRGGMPDSLDGVEKVTGLPVSPEAAPPTVERGRRPRNADAREDRDSGPSRTNNIAQGELKLDQETASAVVSAD
GDPLASASPLESVCPSPSSLPSSLPRDAHLSSTSSLRSSQPIKCTSERSARPDTIQEARRGAEGAEGVGEGEETADGWEG
RRERAAAAEANEQKSGIHEGSARTLSTLGEANQSCRPKGSEGETSREEPLSALRWVNRTGKEHTHSRLTEGARHPGEAAS
GSASVEGVSSLGAEDISGEQVPSSVIRRQGRAGSKVEVGGEDQRGKRDSLSVTSPRQTAGDEIGSPSKAPSRASSGGQTD
EGDLCIICFQGRPNAVLLFCGHGGLCFHCAQTCFRRNGRCPTCRQAVKGVVELQDESCQVEEERNSQKRDGDRPWEKRGD
RRAVVTATVKDVKKS                                                                 
>Tgon_XP_002371580                                                              
MSEVGHLGAVSVSEASTHVLILRRSPQNSSSLGLELAKEVVLGGGLMRAQERLDVYGLEEGDTIGGETECLVCMTNAKDV
MLYPCRHCSLCFDCLRSLHQERCPICRSNFSAFVTFPFKRAHALLPSSTPSLSSPSSSSARPSVPAPPTSGERGRTERDR
DMLGSRRSPRSPSASPERRRGDAQRGVERPRDGSEEEEDDRGNATASSGSRFRRGRDRRRGRARERSEGVESTESSRGTL
SFQKDGVRVDFWRPPEGVKSQNDRGVRGKETEDSEIDFKLTKSTTKGDNGQVPVTCVAIEVNMRTRLHAREETLT     
>Tgon_XP_002371020                                                              
MSSWAGAPKRRRRLVGGTEEDAPGGEEEDQEGQEKLPLESEALLRQLIHQQRSSLHQYRREVACLQRQFEEQRREVAVAT
QRREAVLTAWGELQSDVLLLKARLASQVDASLVKTLVEAPESALLAPSIFVTKTSVKSEAREEAGEEAAACDAPDGAVSP
ALSFEAPLSSDSEDSEDESSSNSKGSSLPEEEKKRLDEELRRQREWTMGLLRDFVAAVESRARPESEQAEKPEKTEMESS
NGVASAMSEKGFFDRMRGALHKLREAARRHRRRARVLERDLRVQKKETLALKVETDRLQKQQALLKYRFRVLSGASPESA
ASLLRAAGLRDEAVEETPGTRAETTVSAETASGADGGPSGAQPGAAGPQVGAPNGPEAARADAGSQLSPGEHAPEKGDTG
GDSAAGRVGSGEGSFDFLPPTTAPEEILEHLESLQRKLREREKEIARLQEERAKAEKLTAEVKILRTLNHELILQSSPYV
ELQQQAAKLEEAVVVRTAEVDELRRELLHEQKQKDEEFEKLLTETKEQTEKLLEKMKTLTDELQSACVDREKALFEGERL
RQELLHRKLSQEEQETVFAQRCVQLSKLKMQHEQLKNAGTQMLLRNERMRKERQTLIEAIRQKDELICRLKLRLQAEERQ
KQEGVSTANAASAHEISSSSTPSPTAEKVEPANDPTQNCVSGVAGTSAASPSSSPRDVPRDSLHGGSLLSLDALELPGLE
GDAETVEVQMAKMKLEKDALQRRLADYDQLVVEIAGLREQYARVSEEVEEVSKAFEERQTFCEHLLKQVKEKDEALADLR
NRNASFLQQQQMLSRLSRLHDQKLLLLRQQYEQTTTNSRVYADALQQANVRVTLADQQREEATSVYQQMRTARDTLYKEK
EEALAKLNTVVEANKVLDAAAQESLARRNAAENEARALVDAKVELEKRIDRLKAKEEKQDRKRAHTAALEELSIRDLQLL
KDENETMRRRLVCFVCNERFKDHMINKCGHMFCQVCLERNVKTRNRKCPHCKAQFDQKDIRKVYLDN             
>Tgon_XP_002370716                                                              
MYRSDGHRLTLSGVRDARQVAGLSAFLSQVTTAPRRFSSGHRSALHAAPCQPSNSFQATRGSRTASRDVSGGTNRYREFE
DANGSTLHASASAALPPSSRVAEAKSSSCDAVAFADAERPSGSDDKRSQSHADTGGVLNKSRSASALSSEGVSLWEKKGE
EGQKEERQVSAALASVYLDDAPAEVVVAALEELRSFPRLQALHIHLWGLDWTPEMIRLLGQVFAASAATLESVTLRCRVS
APVLTEMLERLPTNVRYLDVSENMLGGDTTVVPVLDTLLRRNAIESLKVSQVGWSRESKELFAKAVENLGVFNCLQWLEG
VDLSEWLAIPPQVFMQAAVPGPPCSSVAATTAPLAHLYGHRSGVSGAPGASRAATVALAKSLPATTVNYTLLRYLRIRTF
LPMLVGKKVRVWWKPTSETQRTDFSGRYWPARVVHGCTDTLVCKLVYDNNEQDFISLRYLQPYHPFKYGGGWGCLTDSFP
SSSSVSSASSSSSFSQPCKSFDMPAEPCTVSVAETIRRTLRGREGTGASKERDDTETGVMREAQKGVETARSGLGEFQRE
EGLEGLGEDRAECVYLESTDTGRGRRRRSREKSSQDGEKEGGRDARHRAGSRESDDRCGRREAAEANGIGDALERSIGVA
ARAKTRMTREGLAAHVCSTRRGGAGEEALVRAETGASRGDKDEGERREQAGDRPLEQRRQRGDCLSPGTDEMRDQQTRDE
ALRAQGTGEQRRKSDGDPLDVAWDVCCGPAPVSRQEVAAAASLYPDLFEQSLYTFLLSPERDGEAEETSERKRAVGREVG
EERKARGAPGESFAPAASDSPAGDANSKECSRPGSRALGTRRKTQEMRKAKEDTEKAEREKEGEAQEKGGEKGETEVVFE
TLEDASVNCEEGRVRVGRMPLAVIGNVLLPGELCEFRDEEEHRGSDPSDFVGMVVAVNSEEPLYVVRCVYHDDDTVSATV
AFENRREAGRDTPLDILGKNSIDDSTHRGSLLQIQSSDIRRAVVVPLDAWIAWRFALERFRLRSEESSSTDAAQRGASRA
VPNRREEPPPPASAAPQGRTKRVGATSRELLQGQACVPERRAEIRSLLNLGSGQRETNLPAATAFPSFREVPPFAAFYML
PIATSARLQQMAAAGRPSQPQRSPVDLKLLPAQDFAEDFAVRQVTFVRERQEAMKTEREAGGISAEETESGTKGTAPLNQ
ALQCGGAPHTNVAAAVHPEWGQAQAEKLGRALTAVKEEESAKAAKTRKAESEEKAAAEAETAAYASAEFAVVARQRAPHK
GFGPRPCPLVGLRNKAMRPLFTFLALSASLGSEFVKQQLHPRIQQSDRRAWLALLPKADLLQKVIDLSRELATLKVQVQR
EAAILEECQRLRVSLEKQKEREGELESLLKCIICVSRTRSVALAPCLHFYFCHSCSQGLTQCPICRGKIVSRIQVKREQG
ADEESDAESV                                                                      
>Tgon_XP_002369787                                                              
MDSGSRQVLSRLGKLSRSQKTLVGQVTSLLGASEEVALSLLRTTSWDLNAAVDLFFSQSPPQSRGFPSRAPDSASIESVQ
TSSLFTPVSAWRKPGRASRASTPGSGEAANPSSPILLEDDTSDGETPETRTQETNFDLSSHTEGQGKANAPAKAPQETGP
ERGTSSLTQSCEERSAWTAAVDSRQVEWQQEETSRVETRKRGLSATRIRSGKTESEAQEAASDKAAGSDCRDTSHTRSFG
ERPAAKRTKLGGDSLSWRQSRREQRSTEAEKLLKFLRQKYAWRSQEILQSQNLLSSVGVKTDWTAYVGYLTLDATIITAA



FTRPMPSPHMRFVGDVRVQLPATRGPFFLPRKTTPKLYRVDPGFAEIREDAKELFAAKGPTGLGSASGKKRTLPPLTTLV
ENLTDASCTLRLLLGEREAGRIQKTLSKELLLLLLLDVIKVHVSWVPGAPPAFPLRVGTTVTVAVYVFLTSNLFSLERAK
NSVSLDLGGQCSHALATLFQAVRAPLKSRADLLGSSLPSPVASVPSSPGLLTAHRVLDGGVSVPDDENEEKQREEDRPED
EDGESEDEEALDAGNRLSDLVLGTGTFLSSSTLPPAAAFSPSPVNSLASVSSNLGGETPPRGRLCPSRRVFRTTLRRYQE
EGLHWLLSRESRDFDFSAAKKKMEKCEHPDQQLAFLPPSWHRLELPSNLPPWLCASPADSNEHRGALSGDRECRRFSEKR
PWAGEEAQEARENICSWWQEKNGSRQKATRFLFCNFDVCAFSLSCPTASKAVTGGILGDAMGLGKTVQLLALISTDLLPA
YDPRRAHDRYAASRGDPPDSDFDTEEEREGAGATRRQIAGPEAEENTSEEGTSRGRGDTESLLRVASRPAKGDNQRQCSR
SSETGDAETLPLAPPPPPDLVAQHLKPDAEGYYPGGTLIVVPLSLLSQWREEIRTHMQPGVCSVYEYYGPGRNKSPAFLA
SHTLVLTTYQTLATDFRQAGRHQGNAASSLAVKVSGNQSACSVGSGPERADREDHKHAPGGRTFASPLHAIFFYRVVLDE
GHIIKSAPWMLTGTPLQNDVSDAFALVKFLKIRPMGTAAWWNAHVAQPMERGQTSVAISTVRSLLLPLMLRRHANSKGED
GNPILPLPPISFHCFNVCLTPFERALYMAFFTRSREEFEKLLKAGVVMTNYSHVLLLLLRLRQLCCHPSLVTARSRDLQE
RIISGSSEDVDRLLGSLIRRKEMSAAAGETAHASPHFVNSVVQEVREGRVEDCPICLDFPAEPVLLVSCCHTLCHSCAVN
LLRRKRNECPICRRKFERNQVKLLPPPALLSAANAEPSKTGSQRSGETAQSAAAGSGEQPSSSSANECEQTGPGKKDEEF
FFSTKLKVAIALVAEDVHQGRSCVIFSQWTSMLDMIEKGFAEYERQRNKQGESSQAPLLPYRRLDGSMTSTQRQAVLSWF
SHSKNATKDLAFWAEREADDGMGACNSLSAGPEKNHENCGGGPFAGIFQDLRDSKGDRDTGLVATKREIGNGCTLRRQRD
DEEGRILLCSLKAGNVGLNLTRASRCYLMDGWWNPQVENQAMKRIWRFGQDKPVKVVRFVCVRTVEERLEEIKEFKGWMA
RGVCEIGSGVDEVDGQGAPSSGRSESFDEDKQRGRLSIDELKRLFRGFETEELTGAEIRDTRRYPGPALEQFETGEAGSY
NIEGSAEPATPSLTERPAAHHSQQELTNALEAADTSMKQSGSPSSSSLQDAPV                           
>Tgon_XP_002368812                                                              
MGGGVSRDRQEPSSRLSYGPQQVVFIPASQNPNVGGRAGTSNVPLQQPTDPRFDPQSEVPVPNPEAVPRLSVQQTCVVKN
PVNLHKHSLKCFHDPSYPDRLFVSFLLDSTTEVDISVHYYAQQLTDAATGAPTFVSRLSRPTSESSRRFPAAMNQHFCTT
AEEALLLSELHQQQAVLDSEDEDEDGGVYPITVCLRSVPPAQSSGAYQPTMVKNQYTFARILRAPRGGPATGTDPAAADA
SASSSAGNFGTSSPGQDWRAQIVKQKIQFGTRTFEVQEIFGIERGNSTEMQRLPSGTRGGNVGASSGGDESDSRNSGDCQ
VDNLAGRECVICLAEERNTAVLPCRHMCLCSGCANIMRMQSNKCPICRQPVTSLLQITMKTNPE                
>Tgon_XP_002364587                                                              
MGGISKFSGLRSLLILVFGLLPLLLEIQLLLPSLTGHLDTVTWVYVQQLLNAEELTSSIIFPLSTAQVSFAAEQARRRAQ
RSRREAPVAGGEEEIADAVGGTRMKRPDLPKGEEAGELVPFPVLLVPQYDNHDSEGSLFQQLRTWHLSRRKGAEEKGQDE
RDDDEQKPRKRTSLSALTPPAPSPSSKDKEALSSFPPSSAKSPDAHVSAIFPLAIGASKCAACNEYFQPGVLPGSVRASS
VSYSSITAKVSPGSPMSEDAGGGAAEGAEEAAGQVEPQPRGSAPPSPTSIEPVSAAGEVALKEGAASYETEGSRGDGGSE
DKPRLRLSVVTRQHSFSPPASSPSPSSELPQGNSQHSSDFSTPLSNPVATSFSNSSNFFSASSSASSLSSPRDHGPTLFF
WVDSENYDVTPPILLVYASFVVMMIRWFVLAVRALGEALLLQDDLDPAGAVLSPAAVSKPLRVVAAFSIWYEHTYFQYSI
WTALILALVARRLSKFFKRRAVAVEAEARRGREASRMQAPETPSVSMPPVEVSPGGLSRTSLSSSLFLDPSHSPVSPPAV
GEGTTTPNNVHAGSFSPASVFVAPPEVDNSEGTEDELQGFDDDGSSSASSSLPSSAEQSFIQGSDARRASFDSFSTRHGE
ERRSERRRTRAFTNATLLLMGYRMLIQRLCRRPHTMWSLLMWRRDTLVASRYHAYQEMCSIAAFLLSAHTVSGALVVLLG
PIQPWMKAVWLHIACMFIEAVARIQIAKGEERVQNARQVAINPDFFAAGTRRPISNVGVGARVSAAAGGTPWGYAFVEEP
RDRLLLKQLSSTYFSITERIVDQVTASVAVASSSCCCFPSSVSSPVPSSVESGSRHELTIPLRSQHEENSPAFVPASTSS
SPSEPSPSFGDRPSSSASALPAASEEERGLLSSSCSPSYRDSSHREAPSASFVKASEEDVRLVCANEGDLEALGPTEESS
SAFAEAAHHSQSWRQTRDEAHQCSHRGQERERRRRREMCVREAEREKGSNPETTDTLEGKADGRSTPSVGRRRKWGAEKV
ETEDEVTGKGRDCKRRSRRNLKRERKCISTAHNETHTGSEKETSSQLEKGGRIGEGNQGRNTEDDEEGSVLGVPLDETGD
DSSNEKRRRRANALFLDSVPAFSCSENGDRMPSPLPGSCGESASSCGSGDTGLPSTSPSRCDPSSARIAFEFSSPRVLPS
SSSSPSPAAFLVPSSSMDDPAVARSLSATSAAVCDPSSTSSSGPASALSFSACEICAEAAANAILLPCGHGGCCEACARL
VVEKEHQRARSQSVTWLREWLGHPSASFLLPLSSRQPGVSSASAGQEARGGDRRSEEQARDAAMMQLPRCPFCRQAVERI
VKIDGACGDDRGYIAAHTVAVVTVGTQAERSRRATARLLR                                        
>Pfal_O77387_O77387                                                             
MSFIDEYDLDMYKNIVMANNCKDEELLCIFNTSSFLNTICFFIFVIMFLWALAILSRFYLSYNIMKYLKNRKAIYMKNMS
RYIDDIKMLCRSHVNDIIRIKKKITPRHVEKINLNISINNNIQLFKNYLSSSSNDLNNLYKYSISFTFSSKNCIYIRLFF
GVLLEEINDMIYNKTESYRNLNYYRDDENNKNMNHHNNLNNNNTVICIDNFKNFFREGFIKTLPSNKKNSSDATTFLLDN
DKNDFFITNESYIENIIDFHTCYYKTSQSFYTSGTDLTYTMPYDENFCVTDILNRIEIEKKQKDENNSNNYSNNSSNNNS
PNNDDNIYNNNNNNNNNNNDYNNNIYNHIYSDNLMFNDNISRAYRNNHLDSTNNNIFLSSEHTNRYKNNKVFLQNDSKIL
NHTSVDENIRIPLIIVLNDVPPTDEYYGHKENIKNNYNNINTTTTTNTTTTNNTTTTSHNNNNNNCNTLIVLVGFKKIKD
KYKPFIIKDISVLSYSLSEQYDNLRKKKKKKGKSISNNNNYNNQIYQFVDILDIYGHEEHDKECLICMTSYKDTLLMPCR
HSSFCYDCMKSLRQEKCPICRCLFTSFIKFPLKNVERVDT                                        
>Pfal_Q8I660_Q8I660                                                             
MGIMGSSLSNNRDDYYDDGPQTISFDNPIINRTNNTNLCELISQGPNINIQRTSVVRNSLNLRRKTLKIINVGNNNYLIN
FIFDALHDVEVSIYFCCKEELTEAKETIYCPTKYQTITKIFPKNLNQVYMSELNEGINLNNMNINDIKCKPSYEYIIPIL
IVLKAIGTPILQAQYNYAYLQENQMNENKNNQDKYKIILYRQKIQFGNRSFEVQEIFGIEKSPETKTDPVNNYLSDRECV
ICLTDEKDTAILPCRHMCLCNVCANVVRMQNTKCPICRQEVQGLLQISIDKKDKNVNS                      
>Pfal_Q8I5W0_Q8I5W0                                                             
MIKKRKKKKKEEKEKEEKYSFMNISSFNRKCNKEKYHFFNTAMNIKKKYICDDNNITLVGNNINENKNNIKVNKNNIKEN
KNNIKKNKNNINENKNNINENKNDINENKNNICQKAKEQSSLLNLNIRKEKNEHEYFINDDIFISTIKENELNNIHINKT
CTLQDVEYYNVHLKNKFYKTYIHSYDNKMLNVDEEGEYDRNENINRNESIHIVNASGYMHESIHDVSHNYEGNLTNNNNI
IESDILENNIKINSNITNNNVINSSNQDNDVHVNVPSQNNYEEKKEECQQKERTNESINNINSDNNKNDIHNVNNNNNVN



NNDSVNNNDSVNNNDSVNNNDSVNNNDSVNNNDSVNNNDNINNYDNINNYDNINNYDNINNNDNTNNNDNTNNYDNTNNY
DNTNNYDNINNYDNTNNNSDIIDSSNVSPREGENEHNSRETSNINNRGISFIENGHSNVSNEDDLNYYVITIRELRTNDI
NRRDDDNISIEDEHIYSFTKCFISKILGYDIKPDLEEYNMNKIIRSLLFILMLFILFCTEFLFVYNNLLKIKVDSKLVMI
ESNYNPTFVSNFLYQFNENDLKKSLVTENIIKEEIGKGNFMLYNNMCVIMNKLNINCNNFSDYYKINDNNENTEHLIEKS
IKIFQELNNKKIFVYKMKESLFAKCNDVSNKNLNNDDNYIFIYVSEKKILKISVLFLILTIFFLCLRIALIISRILYDII
LFIYMKGFRLSIESKKKYLSKYIWSVSTLYLLEIILGDECIVWWLHDIDPIFSYHFQYFIWIISLFCFATYVLHKILKTC
ASRWDRTNDRENIDNHGNHTDGNTLFGNPIIINPLNDGPEPRTTRYENSANVNLTTTTTTNNNNNNNNDNNNDNNDNNIN
NYHNNNNNNNVYTEFPNNTNNNINYTSISLSLKCVHDFLYGANIMFACIFLLLNLSKVPVITIIVTSVVLFIDILNDTYL
EQVHLTSTITNTTFQRPRRKRFYIIENKKKKNFKNIFLMRINEHTYRDVTVDTINKKEKKNKVNNQIPFNHKNNNKYWDN
KNGIFNIRNIINNKYLNKKKKSLKKTVNKNNENDVQDEINNNNSNNNLPENYELNNSIIATYEYCEICDERNKNVVLHPC
MHGGFCEACIRCMIFNSLKLKDTYPCCPLCRNPIENVYKISYEDDERKVQATNILTIKRK                    
>Ptet_Q6BFC8_Q6BFC8                                                             
MFQYTHMQLIIFYYCFNAMVMLFLMILKIKQILTINFRFKLDVGNSTFDILISTIIKTIILIHFRVRELEIQYLGYVVLA
YYILRVFIIVLQKIILNVSTNRFRIYIQGLKVLLAFQLMLITIKWKEMVDWNWFVVFSVIWSLLVIFFIFHLILILSTIE
TTHEYFVQKASKSQLIGGVWLIIYFCGFSGIPSWFCYIICNDQETVDYPTKEASLTLGILIILQSFLVVIISTVFKQHIK
NYILDIGFEEENQSLNVKDAKQQPNINIIQKPSLPKKLIQVSSTYFEYFQSASQQSKQNQNITNSNYSIMNQRAKLKAFD
FVVRNDQLQSPEKESNQIQYEQKCQVCYTQEPIIVMLPCRHGGICYECLRQWLQKSPNCYICRQKINQICKVHKDDSGNF
TVKDITVCYW                                                                      
>Ptet_A0EEM4_A0EEM4                                                             
MLITSQGKDLNQTKGIFLNIKRINNFNLNTIYMIVKIVKGINLIMKRNNLNNIFKNLSMKNKRLVEQERYEKERNKKSYN
QPKQPQVFKQPLDIVKQFDNQKMEDKEQENIQYQQKQQTKLDDSSLCQICFEFPKQYVASPCGHFIYCHNCKELALKQCL
ICREPVQLLIKVFQ                                                                  
>Ptet_A0C0S5_A0C0S5                                                             
MFDGNYHFIFRKMKGVYIYLIITLLDCLFITSFLVLEQQEYHLYIYSNAFLFIAIIVDSYSQYSNRDILESLKTLKRTLA
IVRLYILICSIFVSLKLDKLINWDWSAVLWNLWLGLFCSIGIGVACSIVTFNKIVQYLFDKSSYKKSKIIFYIWLTQLII
YVSICIGLISFGYLDFLSKTVNYTKKFLILQYFLLAELVIIMFYSIYFHKEIKEYIFSTLQDDEPLTNQQQQSANTQGNN
QTLQILNTLSSRTRVPQVMQKISKAYFSIPKRQHSIAQDSIYGSPVLKKLSKGHKRAFSSQGVGSQMLQEIDFKIFEKQS
CTINQEFANIVKSQVDKKKSNSQLISADRDESIQNYKPDLSQNSNICIVCYERGPNAVFMNCGHGGVCYQCAIDIWKQKT
ECYLCRDKIIYIVKVDLDERVGDLFKVVSTTQMIDQFKK                                         
>Ptet_A0CNR5_A0CNR5                                                             
MLDYELIILIVFYWIIDIIVILTLSILKIKYKITVGNLLIDTFLAAIFKTTILINFTYSELDIQYFSYVIMAYYFIRSVI
INIRKIATNQSITQYSFLIQGVKILLVLQLMLITMRWKCTIYWSWYTTFSIAWGLLVICFIVHFVFLLSIGETLIDYYKK
KTTKTQLVGGIWLTFYLCGFSGIPMWFCYIVCQNQEVKHFQTTDQATLLCILIVSYNLSLYVVTAICKVQLIQFIKDMGF
DIEIQQEPVGQEEKLPYHFLKISLPQKLIQISSTYFDFAQESNKQQKQLQHISNSNFSVINQKARLKAFEFMAKTEQINS
PVERESGLVKGEEKCQICFENEPQIVMLPCQHGGICDDCLEKCLKKSPNCYLCRKKIQKLLRVSKEASGKFAINDIALCD
A                                                                               
>Ptet_A0CPQ2_A0CPQ2                                                             
MRDEHSNNVNMKIWQLMFLQQISQSYQIIYLSYLIWKFDPLYLMSQYWMLDIFMLTALGLLKIKFKAIVNNLIMDTLIGS
ALKLLLLINVKYYQQFQIQYFSYAIMAYYFIRVLVQNVRKISNNQQISQYSFIVQGIKLLFVLQIMLITMKRTKAITWNW
YSVFSISWGLLIISFIVYFVFLLSMGETIMDYVRNRTTKSQLIGGLWLSFYMNSFSILPMWFLLEVSWHEEANYSNTTQT
LFFVLIVYNGIILLGLLLFFSYIKQYIIEIRYNTTNEKNETRQPQKFRQVDIPYKIVQISSTYFDIIRYQKNVISVNHSN
QSVIHQKTKLKAFEFVGKTEQLQSPAAERELELIKQIEEKCQICYDVEPNIVLLPCQHGGLCEECIIKWLEKQKNCYICR
QKIEKYLRIAKSNEDGKFTIRDIAMCD                                                     
>Ptet_A0C595_A0C595                                                             
MQSQVMDTPNILIKQSKSGNVDIIKLNLQIINAEIVYDSVDKIQLDLTFSSHVNFQIIVYTFVTETKGAKQQRYEKSMPE
STTQSFKCPSGLNYQFPSKYIEFMIIDLLRFKKMRVNPDAQYHTLIIEMKGLNSKGFQIIYFYRIDCNEQSYQCELINTK
QIVIHKSRFFEIHELYGVQNTPFNPEWNPNTIEDKECVICFCNMINTVLLPCKHMCTCSTCADHILMSQKVKQCPLCRID
IDNYLTLEIKDKQKQDMQLRKFQEEQQKYLDSIKEKKEQQAIKHSSIMEQIKSKVQEEQLKQQQQKIKNMKYFDDLDEFN
KDNQQNEDIYGNQSFCSYDENHSDPDGNQFNNSVKNKVQHQLEDENVFKSSHNYDEDKQKSTSHQRSPYDRGFLSSFKQQ
QEIKESNHNPKQESISVEDEMSQDQIHHKQQQQVSSQFLSKDDQSNLNSQQNSENQNSSSKQMLVQDLIKDDIQIDIIQD
QRKESEELIIEFKQNEIQPDQKQQNSNAQLICFQDESQEMNQEEQESNIQFHPQQILQQQPQQFQPYKQQQQQQQQQKNS
KQSYQYNYEFVEQEFQDDFNQFQQEPRNFPQQNDLFKTNQSPISNQSQYKQDIFYYKSARQTNDLHNDDQIFGLQDVQSI
TQRPDHGNNDIKQSESLIDLQDHEEEEKKDPSHSKELKSDQISLIAFD                                
>Ptet_A0BY31_A0BY31                                                             
MNQQQSQGSTPRRNNSEISIEALPVESESINYLQIAYSWLTTALLIMILFNCFLTLLLSSFTFNLSLRIPILFLSIGHLL
YLIKICISFHQIPDFCFELLWGVGLISYYSCLIYFVDNNDFQMQYLSMFLTLYTTIWLMQSMISLYRNKDQANQQKLIVV
LIRFCFVTQLMFINMKLINWLSIRWIYTFSILWIFLLIVILLKLFSLFRLSNLINQYFNSRADQRQKLMINIIGMIWVNL
FLFGFCGMPAYTLCKMCIFLDQNMEHNYYLSILTSVFYTLVFSVYTLYRKKILSAFILNELKPQTQTYPEGELEIISFPS
SRNQKKFVHQCRDNILNDFPKQLIRISSTYYLPEDQRNQTEINSAALNIKSPTLTEVVQHDETMKQCFNCFQQQSCTVNI
PCGHGGVCSNCAVDWFKQRKECLICRSQIQAILKVAKAENHRVKVVDIIVSN                            
>Ptet_A0C478_A0C478                                                             
MGGGSSKEDENQVNLDKYLQSAEYKQKLNAVYSGYNNQQQALHVPQHQDDDDDYINDGYQGIQIKTKPQIATIQSTTLSA



QQNDVYIIKSSFKFIQIGETTYQLAFLYTCPEQTQVDVWFLGQENLKTGEITSLYGNTQLQKQIQGFYVQKGQNQDFSQN
KVILDLKLIKIESMKQYQMKQDEFSFPLIVKISKVNLDHSFTYYCTVERSQNQLVAQCMGSKLRINGKEFLTKDVYGMND
SVLGKKDDNEKEPCRICLTNIIDTMIQPCQHVILCQECCQNLRMTGQRCPICRSEIKEFIIIAKAN              
>Ptet_A0CBN4_A0CBN4                                                             
MIFQYPIQYQKITENFGLYIVISFLENLIKEFQQEQMNYLKIPLIKFGTTINHISLQQIVESPQKCAQIQLEDSSFNIYS
CNFPELCRNILINKNLILLIQYEELIEFDDKIQNIFNLIQFAQVKKVLCFIVLAEPIKKCQWKMDIVKKYIDVSVSNFKF
SNYTQPNYNIQSIHSQQSIFNSLRFFQTTPKEPDFNKTNDTLMQIISRNKNELEVALIQGIAIQSDFCYLENQTANNKPI
QLTEIEGKLNYINSNEDQQIFRLKINDDSELKEQSFLSNTIFSVNKFNPQILFNPQFDSIEKRYEFYTNYRKTSDWSVII
GGGQYDIKNIEFATLNENTLKLTLSSSQFICTQKFSTNEGFKINSQILILNKTTEEIVVFGLVESDNFEIKLNQNKNPKQ
ELQLMEQFHIPINDEDIIQNIARGELLQKGNHIAKCRICLEKLSDTLLVPCGHFRYCYDCQAEIQECLYCETKIQTRKKL
EIKLIDQNKNDLLKELMWKHQDLLKCSFQQNLNIEQNLKINTMQNEINFSQYYCQKCNKSKGTEFAYCNKSHLISYCLEC
SKQTIKCEYMNCNENVICAGQIKFRFDE                                                    
>Ptet_A0DHU7_A0DHU7                                                             
MMRKYLKLQIIKQSCLLLASLFIFSYFLYDIYRVHKKKNKKCSNLSKIIISKGNDSLQCQECKKQLIDTFFSPCGHFNLC
YDCSKPYQNCPNCGEYVEETIRTFKN                                                      
>Ptet_A0CXZ6_A0CXZ6                                                             
MSQGKIYCYGGSIDIEGTILLDEFLEIDVVQLKFRQIKSAPTGRVEHSMCLYRGQVLIIGGRTQKKIFNDCKTYTIGGDK
QKKQMYCIRWNQIEFEPAHRFGHQCTVYEDTIIVTGGSDGQIILDDVWLLVDLRTWIRLEIKNPLSIFRHQAALAMKEYL
IIFGGCTFDGKRCNDNFYALNIVTLKWIELPKVSRHPYPRVQHTMLCLLNQSREDILVIGGLNYQDLSILNFSQMANLVD
LQPQSSLVSYRSHTVEREEFLQDIPFEVQNIEEGTSFLELGKYYEWKIETNQEIKFTPRTGHSVVQCQENLYLFCGSDDT
TIVNDMHCYNLFKKQWEQIPPKGIFPSPRSGCKGVAHQHDIYYFGGYTNRRGEYFNDLYVFDTKLRQWNQIRTTREIQPR
VDMSLVINNEKLYVFGGADGSNRFNDLHCFDIQNNHWVKLQTHGQIPSPRFGHTAEVYKNQMYVFGGWDGFKTLDELYTY
SFASNYWYSEKVRNKPPSRYRHSSTIIGYSIYIFGGVDAAMTRYNDLYEFNCELKEWKFIETAGNTPSARTFHQLCSYET
SIYLIGGNDGTKKNNDMYSIQVFDHRFSDLSSISQLEIQSNLIPKENGLINILKNQVSELEQRLKEEQEFNLCQICQSKD
INSVFLECGHRFCCYDCSNKLELCKICLKKPNRIIKIYVV                                        
>Ptet_A0CRM9_A0CRM9                                                             
MGNILRNQKEISRNLDKIAQGQVQDTPNILIKESKQGNVDVIKLNLQIINAEIVYDSVDKIQLDLTFSSHINFQMIVHTF
VTETKGGKQQRYEKSMPSSTSQQFKCPSGLNYQFPTKYIEFMIIDLLRFQKMRIIPDAQYHTLIIEMRALNSKSFQIIYF
YRIDCNEQTYQCELTNTKQILIQKGRFFEINELYGVQNTLFNPEWNPNTIEDKECVICFYNMINTVLLPCKHMCTCSVCA
DHIIMSQKIKQCPLCRIDINNYLALEIKDKQRQDVQLQKYKEEQQKYLESIKDKKEQQAIKQGSIMEQLKSKLKEEQMKQ
QQLKIKNMKYFNDLDDFNQDNEQNENIYGNQSFCSYDENQNDPDHNQFNNSVKDNRQLKFEDDNNLRISNQFDDDKQKST
ANQRSPCDRDFLSSYQQQQEMKDSRQNPLINQSISVENDISQDQVHSPQQHQVSLEVTNKDDEQNLNLSSQQQLAQQNGI
KLQVIQETAKECQDIIIEFQQHQECQQQTNTQLIDFFDEISEQNEESKQQNRIKSLSQFELHQQPQQFQQQQQQQKPTNL
KTPQQYNYGLIQNDLQDDMNQFGDKNFPQFNDFKLKTNQSQISNEQNQDFYKSVRSAEYMQDNEQRLDQEHGIQKQASLI
DLEDKQEEQKDPSDSKECRSEQISLIAFD                                                   
>Ptet_A0DSA8_A0DSA8                                                             
MDYETLFTILPKEPKKWSLEDVSSWLNFVGLQQLQTTFTKNSIDGSCLELIEENDLIEDLGITNKIVRKKLMHWLKTGLK
EYASHIKSTSFEDRRYEKMEQENATLENTESAQPQYGQINISHDMMTNYLKNNEMFSQQFQQPLCEIENKAQFQKKQQTG
IVIEQDLEKLVSKVQNELIIQPTEGPQTNFYCIKESGGKIGRHSSNQILILEESISRFHAEVIFQNEEFYIKDIGSTTGT
FIKVETKQLLQIGMVVELGSNQFEIQQVNVNGANIDVVMTIIEGPNTPEKHVINLTPQKSVTTVGRKQTADLTFSEDHHL
SNIHAKICLIDGRVYLEDMGSTNGSWLRLSREGQPSQLYPLQNQTVFKIGTTSTYLCKRTTQLVADRSHENSCIICIEND
RDALYMPCKHNTACLKCSKNLKDCPICRTKIQDIIRIYKN                                        
>Ptet_A0DUT5_A0DUT5                                                             
MQKEEIDRALKYFCFKYTYYNVFALIFSLFQYDLLPFALPIGLLIIQEVICWICFSKRNLILSLQHMLQVLAAIFIIILY
YIDLYYYIFVNLFVVFTTFLGIKWSCQQDNQHEYSTIFRYLQGFYSISVLIASLCVTIKLNQLVNWTWSQTFWWYWMYLS
ALIGSAFTLLMILITKLINQFYYHRISLHSNEYKTLVWSFYLFSMTSVLSGIWIINTFNLVGMNLKLDIGIIVFGILIGF
NLVVFAGTLFILKDISIFLTTFLNADYPQRELPCSPRMDEIRVKQDLKSPILLKKLSSSYFRLVTSQEFLMYANTNKEEL
FTERANNLSQNIIRDVNQEIKRIKKSKQKTDIVLETQKTQAASIQCIICCEKQANAVLMKCGHGGICYECAFESAQKSRE
CFLCRQRVIEIYEIDQNEQGNYLRVYSKTRII                                                
>Ptet_A0BWF0_A0BWF0                                                             
MKQKKHKAYRESQEGKVSDLIKKLESNLKVNEKINSMILKLDKLKQQLTTQPQPQQNLKETIAQYEIAICNYEEERRIQN
LTQEERQRILDNIRVVINSIEPLPAHNQNEKQIHKDLKNLNRIEEHFLILRTKSTDESFIVESSKIICQVVEKKNKIIMM
IDKTEEDNQGVTNKLQQLKIQHDDSQAETPTMLPDEMQNFGLIKDEQSQRKSKQSLQFIGEIQQQSEKNLNQFETPTAGG
DSELSDVKLTDNSIEGKQTAEQSTNENQFKQEYICEGEKCQICFAKKRRYVAIPCGHYIYCEVCKLLVEQKMKCLLCRQT
VCQMFEVYA                                                                       
>Ptet_A0CDQ4_A0CDQ4                                                             
MNKNMQIVISSIFAICGLIASQKFLRRFRRYIDLVFYGRVNTFPLTLSESKEFLLENPQSKYLYLTGHILPADQQQTRFL
QLQCGTKDNLEFKVNEFQLLDIQHNERKNIKINGDSILLRGLFDYSKSYLYQQENMSFIKKILNKIPILNKKSRIVETHK
GVQFGQFTTMLCEKNGDNFNLLYLSNYNYNNIYNQIHKDMFNAATVAQLLFILVSFSQLIYLIIQKLQQKNDEIQPLDQL
GPPVFKNSISVVLNSQNDQDICVICLTRTRSVILEPCLHFILCQDCVNQLDKDICPFCRIKIEKKIKVLYNE        
>Ptet_A0CKN5_A0CKN5                                                             
MNNFDFSNQTRPNIQNQNEIATVTINPATRLSQLLILLIITNAYILIYTTYLMLEYELIIMIVFYWIIDIIVILTLSILK



IKLTYSQQYRYKITVGNLLIDTFLAAIFKTIILVNFTYSELDIQYFSYVIMAYYFIRSVVINIRKIAINETITQYSFLVQ
GVKILLVLQLMLITMRWKCTIYWSWYTTFSIAWGLLVIFFIVHFVFLLSIGETLIDYYKKKTTKIQLIGGIWLTFYLCGF
SGIPMWFCYIICQNQEVNSFPTVNQATLLCILIISYNFSLLVVTVICKLQLIQFIKDVGFDNDSQQEPVVQEEKLPYQFL
KISLPQKLIQISSTYFDFVQDSNKQQNKQQQQQQQHISNSNFSVINHKARLKAFEFMAKTEQINSPVERESGLVKSEEKC
QVCFENQPQIVMLPCQHGGICDDCLQKCLKKSPNCYLCRNKIQKLLRVSKENSGKFAINDIALCDA              
>Ptet_A0CW58_A0CW58                                                             
MRRDLSTQQSQQTVENIPQIGTTFRFEQANQVLSSVLLSNSIYAIAVLLFSFQLSFDGNLLSVIYCIDSKLLLQLIHQLY
FYRIFLHFNITEKHTLLRLISTLVEGSYLLVLNLYQISGTRDLLLLSNIFPLLNIFLSVILKLNEGNQYFKQSISQINLF
HVFRNIALFIISIFLSLKLEGYFDIQWLYALWMFWILFGISASIVIYYIFVVLALGIQSVLEQNSRLKNLVIINFWILFF
MISNTSMLLLIPISILNFHNLGNYGNIIDTSRIILIINQVVFSYFTVRFKPEMVFSLQSYLSLNDSVNPLNTLPTQQGEI
QLQQFNNKDFGESRVSEPQVHIPKIVKRISKTYFGFEDLPTDKKSETQLSSKKPSHHKALSSQIQRCSDDQNEKIKLSSL
INIKLSGRQRSIADLENNSQDIKQQVNVPSSISLSSINSCCICFENEPNALFMQCGHGGVCYNCAIDLWKNKEECYLCRS
KIERVLQIKMSEQQKNIYQVVAATELNQKLKLEQKTYTQNLQQ                                     
>Ptet_A0BLM2_A0BLM2                                                             
MDSPVTIFSFVGSSATGFALYQLVPLLSQLKKKYIQYQQINEFTPTSLLNYFNQTQQTTVEAFIAGELISDSPIISKVPL
IISEKKIYYVYENGIKKLIKIIQHGASQLSVADYYNRIEIWKNSTLNYQFSMSHIWDRFLPKQLSFFQRFANFILKTLNQ
IKTRRLFLKGFYTGQLEREYGIIAREFYVLYGEVILDKKLNKMFLQNPKFILKSKKQLLQIIQQQIKYKRLTIAILVVIF
TIWTYIFGCNVKNLIFKILKEREKARLDKLRGQKYLEIDNYECQICYERPRNIIIKPCKHLTLCHECIQRLKQQKCPICK
QQIEDQIEIFFT                                                                    
>Ptet_A0BRT5_A0BRT5                                                             
MLIQKQYRLYFRTKIKKIISYFCIHYIYFNLFALLFALFQYNRIPFAIPLGLSITQEILICYYYSNKEIVKMLDHVLHIM
AYNFVIILFYTNLQYYIFGNLFFLLSFVIRTKESCQSQVTHEYSSIIRFLKTFYRFSQLIASVCISLKLSKYVEWTWPQA
FWWYWMFLSALVGTSFTLVILLLSKIINEIFKQYQTVPQEYKSLIWALYISIISSVLSIMWIINTFNILGLDMPIVIGEV
LFYSTVSSNLVLFCAITKLFWDSIIDYSVDILQSQITDIESQRELPAIQVIQQKQFEKKKAVHQIFLKKLSSAFFRLTTK
EDLFQQSQKTTDLMTERGQTKKILQTTEVESKQLQENQNKLNESNQKCIICCENPPNAVLMICGHGGICYKCGLEMAQKS
KECFLCRQKIVFIYEISNFNDDLMKVVTITKFNY                                              
>Ptet_A0DKE3_A0DKE3                                                             
MIFKREDVEFTYKYFVYKYIYINIVVLLFTLYQFQGAPFALPLGCMILNELVIWIKYSGGQITDNVDHVLHILFYMYVTV
IYYLDLNYYIFSNTFVVFSFIFKIACDKKCEEHYEYTTIIRLSKIFYRFSQLIAIFCITLKLNRYVDWTWSQTFWWYWMF
LSALIGSAITFLLILISKLIRIHNSAIINHYKNESIALQSNLVKILLWLLYIASLSSLIAGIWIVNTLNLLGNNINIEIG
DFYMYITISLNILIFFGISYLLFNSIVEFVISINQVESRDSSPKITTQNTERQMKKELTTTSIFMQKLSNAYFKQIKDLE
GVTLKDTNQNEILTERNVNNKIIKKNKTSPNNSNNKCIICCEKPKNAILMNCGHGGICYQCAIQMAQKQKECFLCRQIIQ
FIYEVDEKDASILKRVISKTRISN                                                        
>Ptet_A0E017_A0E017                                                             
MNTKYIIKKLQTIYSNIMIQMPESQMGSLRMRPSQLRIEMTDDQQPSTRRRNFMSPTALPLFQELQKLIQYQTIIDNQTE
SLITYCSFDFESKFVNLANQQMSSQSQITKSLLFNIFLQGFFINYYGYVFWQYSFRYVLLQLWIQDLFTIFILIYFNYRK
QEECIWQLIETMFLFFLKVFIVFYYEIQKFKIYFVTIMMISLSILVLLMRVVQKLKFQLQNNQQIIVQFIKTLLCVQITL
IALKWEEKIDWVWSQIFIILWVFLVVFALLLFISFIGCIETFINLLKKQTNQNYLIGNIWIFINIIGYTLLPFTFLYRLT
QLYDNQESFGEDETIQLIVLSGIFMVLITIYTTFFANNIKMFLKELQGFESYSAGIPQQPIQIQQEQEQRIYNLPDSNEI
LSKKKRKAPFRFVKLNAPLYLIKMSCTFFAIFDKLSFDQKNVKQTEQLSQRALGQQSSNRMEFQKEIKANSNSIDYKINN
LEMQDIKKVNIEELAKENVQSKDISEEPDKSNKNQNSINEDQQSIQDKCLICYENQPNILFIPCRHGGICQKCAEDVVLK
SNQCYLCRKNIQQILRIKTEGGQLVVNEISHIKQKRQIQE                                        
>Ptet_A0DDR1_A0DDR1                                                             
MEFARLRNLFGQSENAIKGQDLSLLGLTVLTCYFLYRQDSQRKSERQKQKRFRYLYTADECQQLQIDSKQITVQGQINSD
DKFLLLKSSNYMKKRNNYEQSQQINKSFMIVDPYTKAGIICKIKNGCLFEQTLFNFHKKHTYQTYVPSNCNFIVRLYKRI
VNYFFGKTIVEDIEGVDLNQYFIFKGELKKKDSELMLEVDHVAFNSKFNIQESTKVNNLSILKQKYKHLCNQRGFLIYNS
YQRMKKYFQNPLRQPIKLFEKREDEVAEDSDLCIACMESVRNVLILPCFHLICCQECLQKIKQTNNECPLCRTLINDQKQ
VLIDNLY                                                                         
>Ptet_A0DES2_A0DES2                                                             
MDYETLFVILPKEPKKWSREDVSQWLKFVGLQSLESTFSTYLFLEVANNSIDGSCLELIEENDLIDDLGINSKIVRKKLM
HWLKIGLKEYAQHIKSVFIDDKRCDRMEQENTSLENTESAQAQYGQINVQHDMMTNYIKNNEMLSQQFQQPLCEIENKPQ
FLKKQQTGNQLEQEIENLESQVQNELIIQPTEGPQTNFYCIKESGGKIGRHSNNQILILEESISRFHAEIVFQNKEFFIK
DIGSTTGTFIKVESKLELKVGMIIELGSNQFEIQQLSMNNQIVEIVMLIVEGLNSSEKHIIALNPQKCVTTIGRKQTADL
TFSEDHHLSNIHAKICLIEGRVYLEDMGSTNGSWIRLSKEGQFSQLYPLENQTVFKIGTTSTYQCKRTTQVVADKNNENS
CIICIENDRDALYMPCKHNTACLKCSKNLKDCPICRTKIQDVIRIYKN                                
>Ptet_A0DQT5_A0DQT5                                                             
MRRDLSTQQSSQTVESISQLQPTFRFEQAIQVLSSILLSNSFYVIAVLLFSFELNFDGNLLSVIYCIESKLLLQLIHQLY
FYRIFLQFSIIDKHILISLLSTLVEGSYLLILNFYQISRRRDLLLYSNILPLVNILLWMILKINEGNLYFKESISQINMY
HVFRNITLLITSIFLCLKLEGYFQTEWLYTLWMFWMLFGISALIVIYCIFVILGLGIQIILEQSSRQKNLGLRFAFINSY
RQFLDFIFYDVKCSHAFFNPNNNTKFLQSRIILIVNQIIFSYFTVRFKPDIVLSLQSYLSLSDSVNPLNTLPTQQGEEQL
QQSKKQDLMDSQVIERPIQIPKVVKRISKTYFGFDDLFADKKSEVQLHSKKPTHHKALSSQIQRPQQNEYENIKLSSLIN
IGMSEGQQSNAELENNLKEFEQANQPGSVSLSSINACCICFDNEPNSLFMQCGHGGVCYNCAIDLWKNKAECYLCRNKID



RVLKIKMIEQQKNIYQVIAATEMNQKLKIQQKNFTQNQQQ                                        
>Ptet_A0E576_A0E576                                                             
MQWELLPSDVNDYSPRTGHTVIAYKECIYVFGGIDEQDRQNDMYKYHKGWTKLKLSGEIPSARSGSLGCVYEDLFYFFGG
YTWKHGEYFNDLFRFNPANNQWEKITPKTQPPPARVDHSFTIQKNLCFIFGGSNGQKRFNDLHELNLCTFEWRALSQVRQ
LSARLGHTITSYQNELYLFGGWDGNNTLNDLWVYSNSNGTFQMVKQQNPPAGRYRHTANIYKGFLFIFGGVDQNQERFND
LQRFDFQTSIWSRIVVQNPPSPRSFHKCVVLGNHLYLVGGFDGQRRNDVHRINLDSENGRQQIEQFKQAPHLMWIQLDLK
DRFTPRTGHTACVLQNKIYLFGGVDQSGNINNDLNCFDGNSWSVIVTSGQIPSARSGAKMVAVDDQLMLFGGYVQTQSQI
YCNDLYRFNVKNNTFAMETQQGANPAKRTDHSLVEYCNGIYIFGGKGENKQIFNDIWKFKGQWIELDHDQQITGRFGHTA
VSYQNSMFIFGGWDGTSCLDEMYEYSFVTNTFYEIRRCSGQKPKARYRHEALVYNQNMFLFGGVDHLQIRYNDLHQYNFK
KREWIKINTSGNIPSARTFHKLVNLENQFFLLGGYDGQRLNDMYTIFVTKTEKINFTYPQEDSSILQDEEVVTLKEQVKE
LTNKIQREEEKHLCKICFIRQIDSVLMECCHFILCFNCTENLKNCPICRQVITRVIKTSMF                   
>Ptet_A0E6R8_A0E6R8                                                             
MQSCLIYFVEYQSFQIQYLGMLLCFYNAIWMFYSGVQLHKRKSEKHQYNLVPKLELMQLGVFAKLCFITQITFINLKLID
WLSIHWLYAFVIIWMFLLIAIFLELISLFNLSAQLSKYFNSSNVEVKVQMGTKIVGLVWISMFFFSFAGIPTYTMINLCL
YLQNEDGRKNYLLAIIVSAFYTVVYMVYTIYHKELLTLFILNLHYFARINEDRNQDRQILSFPSSRSQKKFVYSLKENTH
KNNQLEYPTQMVKISSTYYLPDELVMRRHQTEVNIITSKQATITEVAVQEPTMKQCFNCIQRQSCVVYMPCGHGGMCCDC
AMQWFEQNKECPICRSVIDSPLYELADQGHTSDSAD                                            
>Ptet_A0E6W4_A0E6W4                                                             
MYLKQFRRNQPVNNIFRMIKNLDVNQRGLKYFDNMTITGYPIKRIQTLKSKFDMIDFKSKIIDNLEVQISVPNNIYIKEG
YEIVSYPRRIILSNEEFFLVGDFIYNSQTQILRCNKIKALQEMKNIDLNQIFKRFYTKHVLKLLLKIGIIALCLCMMYKF
AKRMLIFENGQVNQILISNQHRQLKCKICKNRNSNIIVLPCQHLVGCQECYSRRYFCPICRSYIQSRQKIFND       
>Ptet_A0D9J6_A0D9J6                                                             
MGFCFLFNTNVTFGWDYKIIIVYTCTTQFAFMISKLLSYKGINSYCCFALLESALFITYLLGIVYNNEISAININFISYA
LLILQFVILAITVLISRQSVESDAQDQSKQIQEIVCITIYQKLVAAIKSIGSLQIVFLSLKWSQQINWGWMQTLVIVWFI
LGTMTLIEVCLIFDLILKCCNNELQNKKLLIFGGAWVNIVLVGFIIDIGLTFLGLGLLLDYNIGQINLLGFITSIVYYFF
QILFYFKNQEELIQFFNLSETQQQIRPPEQPNEQITLKERIKEIHRISISKVPQFMVKLSATYFRKQEINENQKNQNELG
SSQDKKFRSISYSDVKKQKEIKKSPSQELEEDLTKKFDQLLSSPRIKLEVSESMAPELSSRGQYKQNVLCLVCYEKESNM
INQPCGHGGFCQECSQQLLSKSNYCMLCRKPVTHTLLVQGVENRESLVEVIGIYQGGQKQG                   
>Ptet_A0CS68_A0CS68                                                             
MDITTMMKTTPKTNLFIISQFQELIQIQSQNNLVSRILIKNPTFMLENDDDILLQEIASCQTNEDIQHLVDSQCLDIIGN
SIQDQITLSHKQLFRVIRLFKENLSSKPLLPYDQRASSQKALAFQQQNCIMQYQLQIEQNRVNQLQLENEMMKLQLKIYE
GDLEILKQQNFEDIKKIENQLVKTLKQISLYKDSMIQKICVICMQKEYSMIMSPCGHICVCEDCSKQINHCPIDREKITK
MKKVYLS                                                                         
>Ptet_A0DTE6_A0DTE6                                                             
MNFYSLYQDRALLESLKMLNKLSLLTRIYVAICSIFITLKIDNIIIWNWTQTLWGVWVGLICFIGISAGCLIVTFSKIIQ
YLFDRQNLQKSELISYIWLTQLLIFGSVSITLSSFGYLEYLENQSNYSHNFVVQQYFIIAEFFIIFIYSIYFRIDICEQI
YITLQDDEPVNQQQFSVNMQGSNQTLQQINPTSSRTQIPSVVQKISKTYFGIPTRVKKGGNQDSISGSPVLKKPSKGHKR
AFSSQGVASQMFQEMDQIVIDKQQSNILNKNSKNEAKPQIDKKRCNSQLVTIGQEESIQNKNHEMSLSQTSNICIVCYER
GPNAVFMNCGHGGTCYQCAIDIWKQKMVCYLCRSKIEYILKVDLEDRYGDLFKVVSTTQMIDQFNK              
>Ptet_A0DW53_A0DW53                                                             
MIPQVGTSENEVFMNEGIPKYLMKISSTYFQQTDKPFEILSTSPRKSNDADMKCLICFENESGYVLMNCGHGGLCLKCAS
NLLLKNKECYLCRQPIMKVFQIQKNNFNFVEVIGIIETQ                                         
>Ptet_A0D1G8_A0D1G8                                                             
MQEYKLINTREFPKGKLLSKEWHIRIKNGFVYVFAVDHDQDFKKGSVKLNNCILETKMNRNLKLPIKIENLKFEIVIVQD
QCFLLMNGRNVEVFEISQRDFQSENRLQNPNLDIQIQEMLVVCDSILSALFDMDFHTQQHHINEQLSNLEIFLNQTQNQE
LRGQIQDKIEQFNQIQSSMAQQINFEQNKRQVKKQIVIKEIKDLNEEQKPQKPEIQQDTCCIICMDREITHALIPCGHQK
YCEQCALMSINLQKCSICQQPITGSMKIFR                                                  
>Ptet_A0CAX1_A0CAX1                                                             
MKFQFIYYLGSIFGILYLSKSAIKQIIKFKSLSGDRSSKNYLLSKIRQEGQQSKGLQFFTHMYITGTSKRTEGLRWTNPR
LKNYLLISQLGFRQGQEAFFSNKVVDRAPIFKLKNAYDLKVQVSTLNEFNFNLEKALVIFQENMSFWGQTLFNLGLIKRE
IIAGLPYNKQYLIFLGTSFTIQKLRQKLAEVSDYPGLRFSFFLSNIIQILGKIGMVGYLLHFLYKQIGAYLKQNIQDVLI
SQNHQTLKCFQCKVSLANIIYEPCFHMICCVECSQNQIRCPICQKKISKQIKVFND                        
>Ptet_A0CYH5_A0CYH5                                                             
MGNFVKNQEVIQRNLDEIIQSQVQESPNILIKQSKIGNVEIIKLNMQIIEVELIYDSVDKIQVDLTYSSQVNCSLSFYTY
ITEIKGSKSQRFERTMQESIIQKFKCPQGLNHQFPSRFVEFMITDLLKFNRIKATPEVSHHTLIIEMKSLTSKSFQIIYF
YRIDCNEQTFRCELINTKQIIVYKNRMYEIHELYGVKNTPFNPEWNPNTIEDKECVICFCNIINTVLLPCKHMCTCSICA
DHILMSQKVKQCPLCRIDIDNYLTLEIKDKVKQDLQLRQFQEEQQKYLEAIKEKKDQQAIKQSTIMEQLKSKVHQDQMQK
LKLFNDIDDFQRNNQVVEGLYNNEICYSNEENLSDRDNNQNQNSFHDKIKQFSEEDNLKAMQFSEDDKQRYSSNQRMSSY
DLKQERGIISSFQHSQEKQNDQQQQQSDDSDVSQEFPQISSSKQQQYQYSFDYQNYDEQSHYNSQQQLTNTDRQFVSKQP
QQFNQGTDKALPTIPEYFKESSDFFQQIINNDKDDNIKQNNIGIQQNKYLDEFPQIQSQELNKSQLSQQQQQQQQQQQLS
FRQLKKQKNQQIQFSQLQQNDYEQEDVLMNQFIQNDVYKEAENDFQQQYQFQNDLPQEQLINGQVLKNRQQDDEVYNNCI
QEVDVNKQQEDNEDFGLVQKNDNLQQIIYEERSSQNQLQQQIQEEKNYACNQEQKNEQISLIVFD               



>Ptet_A0CZP3_A0CZP3                                                             
MGNNQNNNNAANHQSVQHLTNDPNYQQVLRDLYQNNPQQIVQDFPQYLQNQDQHPARFKHNVEVKKVVPKQNNTYIKKDS
FKLAQIDASTYQIEFVFECLEPVTLKIHLLAVETINNEFITQKITAYQSKTYHFEPVSAYKFDQFQFDIRQIKLEDLEYT
NQEKRQYPLIIEMETQEKALFQYCFFKLNQNEIQLQTLEIKMQKNGKAFSVRDVYGGQEDQDKDCVICLSNKVNTLILPC
KHMSLCQTCCQGLKERKIEQAALEQQ                                                      
>Ptet_A0EDX3_A0EDX3                                                             
MNPSQEEINQRETEKEFTNEVIRIGIFNCAFQFYMIIFSCKLIWLFDTKYVIIFAWFMDLASFIIIMLDKNITKVLSVVN
FVEKVLSISFKITIVIHFEVKEMRLYYIPAAHLLIATGLFLFSVLNHDASKRKHIIIAHSYSVLYAIQLLLLSLKWNNLF
EYSYYQTFIIAWTALGINTFLIVLLLITMVENCFLKNIPQINGTIIFWFIFYILGLTIPPFFQLKTICEFYEEDSSQIFV
LIYLFLFIFFTLRIKKQLIGVLQLDHRQNTIPKTSPKGSSSKKWRKLKIPIMFIRISASYYKMITRQSTVDTSTRNTSSI
PICSDVLRPDSINFRQSPYQAIVKQMKKKPKNQDSGDCCLICFENEPDVVLHPCNHGGICNNCSENLIKTTKQCFLCRSD
IKYALKINQKDGEMLEATDVQKV                                                         
>Ptet_A0C9V2_A0C9V2                                                             
MQEQLDRVKLQLETEVKQLALEFVREQYLEIFLYLYVYFLISFYLENILSIIQIVICLIFIDICNICNFYNRPMCLNLLL
LTNRIKGVLLFRIIYICFNETMFYFDFLFDVNTVSIINVDPKIAYLLQQKKILRICCILIVRIAQRMSQQFNVLWKIVIL
VETLSITLKLDNFVAWDWIQVLWLFLILLILNGVITFVSVLYFAIKVIPDLIKKTEKQKNAYYMQFVLYQTTILLTNLFL
YLNLFALIIILPILFVFLTSFTYMKKKDLEQYYANFIFNLEMGKDLEEKQQPYEQPTILQRVSTNYYKPIITNMGQRQSS
QPPMLSNDLQSVNSEESNLCIICQDRIGEKIFMPCGHGKFCAQCIGNTEACFLCRIEIAQVLTVQQEHVSFGIVAK    
>Ptet_A0BXR0_A0BXR0                                                             
MALPLLLTILYELVMLLKCTEGKTQKKFDHLFHILLQIYVITIYYLGLNYYIFCNTFLILSFIVNIGCNKTSEDQYEHST
IIRLTIIFYRFCLIVSVLCITLKLSSYVNWSWAQTFWWYWMFLSGLVGTTITILLILISKLFSIYNRQEILNYKSEVKTL
IWTLYTSILSSLIAGTWIINTLNILDVDLDLKIGDCIMYILISFNIVMFSAISKYLFKDIVEFALSLNQLESRDSSPNTP
CQDQRIKKEPTKTQIFLQKFSSAYFKQIKDPEIVILKCTNQNEIDTERNTNNNKIVLKSQDPQQQSDCKCIICCERPPNA
VLMTCGHGGICYQCAIQMAQKNKECFLCRQNIKEIYEISDKDLSILKRVISKTRISS                       
>Ptet_A0CSA3_A0CSA3                                                             
MTGTNKHWTCNTCQTESILSPCGECTYLNLRGLKDNSCKCSSCKITNYYLDCKQCQTWYTVNESKNSLDGKLLTCVLNCE
QVQALKCTNCQTLITIDNFNNEIKNYCNSCNKPFFKQICSFCKEVSTFTQNQSQFKQKCLNRKCGKGNFLKSGKLMNQQV
IVGQFIKSNEIQQVQIKKQQSTSKFLQNADLLNFDEPENDNTKLNQNWNNANLLEIDQHLNQPSQDEGSITKCQKCFNST
EVIITTPCGHKVTCYQCLETQLNCISCGEPIANRIMNTFNRDFQKEIKDRILIYRKE                       
>Ptet_A0CUC0_A0CUC0                                                             
MKEQYQFQCLSNFQKRFSMKLKMINKELEYIKVVIDGNCNPMVLHNSVYLLYSKMKQLYVRIIIFSQCFQIQNMDYETLF
TILPKEPKKWSLEDVSQWLNFVGLQQLQTTFTKNSIDGSCLELIEENDLIEDLGITNKIVRKKLMHWLKTGLKEYASHIK
STTFEDRRYEKMEQENTTLENTESAQPQYGQINVSHDMMTNYLKNNEMYSQQFQQPLCEIENKPQFQKKQQTGILIEQDL
EKFVSKVQNELIIQPTEGPQTNFYCIKESGGKIGRHSSNQILILEESISRFHAEVIFQNEEFYIKDIGSTTGTFIKVETK
QQLQIGMVVELGSNQFEIQQVNVNGANIDVVMAIIEGPNTPEKHVINLTPQKSVTTVGRKQTADLTFSEDHHLSNIHAKI
CLIDGRVYLEDMGSTNGSWLRLSREGQASQLYPLQNQTVFKIGTTSTYLCKRTTQLVADRSHENSCIICIENDRDALYMP
CKHNTACLKCSKNLKDCPICRTKIQDIIRIYKN                                               
>Ptet_A0DZP3_A0DZP3                                                             
MDYDSLYLLLPKEPKKWQVSDVVIWLQFIGLGQMEDKFGMLFPCSILVNCSIDGSILEEITENDLEEELGISQKIIKKKL
MNWISTGLKEYSIYLCQIKLNTIKKQPNEEFTLQKNVNACQEKQCQSIINQYDELYSSQNKMTNLIENQLILQPLESQQN
NFYCVKQAGAKIGRHSSNQILILEENISRFHAEITYQDSKFYIRDIGSTTGTYIKIQKRMNLFLGMLIELGSNLFQVSQL
EEVSNGIHLGLLVLEGPNCEEQISFHLNQDKTSVTFGRKANADIAFPEDHHLSNLHAKFYLVDENVTIEDHSSTNGTWLR
LSEDGKPSQNYPLTIDDEMTVIRIGTVNQYLCQLDKFSINYNENNFCTLCNENERDALCLPCKHNSTCFKCSKNLQLCPI
CKMKISQQIRIYKN                                                                  
>Ptet_A0D595_A0D595                                                             
MNQLQSQPQSPRESNFDFEELPQHQERQINENKITASIFTEVFLHIQALDKNIGDYLFNIVNTIQFLHNVTSLCYNFTFS
LGSKTGDQQLQVSQFIQISQILNDHNCCLELFWGILSISYYVIVQITLGLLFVLHRSLHFPYSIPHDNVFCLYFVMDGVS
ITCSQAKQKRDKCHFPCKLIAILQFNVFCKLLLTTQLMLINFRQINWLKWDWIYIFSIFWVFLILSIVLQFIFLTDLIVK
LMHSIQEKNLLSKQALNQEGRSIEYSNSHKYFVDKFINSLYFWIINIYYRQLFYKVEHKKKSLQFDTNYNMHCVQSSYCR
IYLLFQKYLEVQIIFNTSQFLMNFKNKIMDEEQNEGNQFSSPSSKRISIFTRDKNKINIKLPQFLIKLSQTYFQPYLIGQ
NYESQKQMSSLSDVKQAKRNKTDVEQPKQSNQNSLTELKAENDQNCFNCYQNESCAVYMPCGHGGLCIKCATEWFAEKQE
CLICRKPVEQVVKVIESNSNRVQIVDVVAY                                                  
>Ptet_A0DCL7_A0DCL7                                                             
MINLKQIQWVDWDWIYIFAILWIFLSIICIFQLIFLFDFICKASSFLQERDPINREAFNQQIIGSLWINLLILCISGLPT
FSMVCYTIKLQTGTNSYNQLSITLSVIYSLVFIVFTLYYRISLSQFVSQIQQSRVIENNVESNADNQQRYQLNSPSSKHR
NHLIKSKEQILTHLPQYLIRLSQTYFMPANDNDNASQQKKQPQKFQFEQQHFKRNKTDQDQPKFSNRNSLTEINSDKDTQ
CFNCYQNESCAVYMPCGHGGLCVKCATEWFNEKQECLICRKPVESVIQISQSEQNKVQVIDVLAF               
>Ptet_A0E0W7_A0E0W7                                                             
MEKEAVETTFKYFCYKYTYINAIVFLLTLCQYQGAPLALPLFCMILNEIVIWIKFSNGQIVDKLDHILHILFYMYVTLMY
YLNLKSYIFSNIFIVLSFILKVACDKQYNEQHDYSTIIRLVFLFNIQSIIFYRFSLLIAILCITLKVKGSVDWTWSQTFW
WYWMFLSGLIGTTMTFLLILINKLIKIKCNFRVNQTKNEVKLLIWLLYIGTLSSVIAGIWIVNTLNELGIGFNIQIGDVS
IYIIIPLNILIFCTISYLLFDSVVEQVLTINQIQTRHSNTKSNSQEKEKQNKKVLIKQSIFMQKLSNAYFRKIKTLEILQ



LKEAGQNQILTERNMNKNIIKKNKPAHHNSNNKCIICCEQASNAVFMNCGHGGICYQCAVQVAQNQKECFLCRQIILQIY
EIDEKDASIFKRVISKTRISN                                                           
>Ptet_A0DNA4_A0DNA4                                                             
MDYESLYKLIPKEPKKWLTQDVINWLKFIGLGQMEQKFVECSIDGAVLEDLTEKDLDEELGITQRIIKRKLLNWVNHGLK
EYNEYIKQMKMPNLNNKKQQDEDFTIQKNVGNVQFEQMLMESHENNGNEQFTSSLQNKKYQDLTNSNINQYFSQQKVNSP
IFIVFAKQVPKLEDILATKFQFWKRTSADFMLRQYSKTPCLHLKIQEVQQELLLKYLKSFDHQSKGDVNQNWEKLEQLEN
GGIEISLFVIEGPNLEDTIIFQLNKDKPSVALGRKSTVDISFPEDHHLSNQHAKFYLVEQTVTLEDHGSTNGSWMRLSGE
GKMSNLFYLDPNEEIIIRIGTTNQYICQQNKMKVNEISGENLCIICVERERDCLILPCKHNATCLKCSKSLALCPFCRVK
IQETIRIYKN                                                                      
>Ptet_A0E266_A0E266                                                             
MNQQQSQSSTPRRNNSEFSIDAQPVESESTMNLQIAYSWLTIALLIVILFNCFLTLLLSSFAFNLSFRIPILFLSIGHLL
YLIKICISYHKIATNQECCFELMWGIGLISYYSCLIYFVDNNDLQMQYLAMFLVLMTIIWVIKSIFQQYRRNTQDHQQKL
IIVLIRFCFVAQLMFINLKLIDWLSARWIYTFSIFWLFLLIVIMMQLGFLFKLSIIINQYFNSTADQKPILIVQIVGYIW
TNLIIFGFCGVPSYALYKLSFYLEQNMDHDYVLAIIISVFYTLIFMVYTIYHKDMLSTFILRILELQIQQQTVREPDIIS
FPSSRNQKKFVNTFRDNILNDFPKQLIKISSTYYLPEDQRNQTEINSAGLNNKSPTLTDVAQHDGTLKQCFNCFQQQSCT
VYIPCGHGGVCSKCAFDWFQERKECLICRSQIQAILKIVQTDDQRVKVVDIIALN                         
>Ptet_A0DEI4_A0DEI4                                                             
MQDDVFDEIKKELQYCKYLNYAHIAMSFLGFFGYMARKIFFTLFINVLSILLSILGYYAIEEINKKRIVVYAVFTSSLFG
MVLFYEIIADLFSESYETEAPPQAFVFLVITLPFLIDLTSGLMSLKLSHTFSKYDNLEFKRKYNQILVVQKGPEVNYKES
YLADEMCVICLSEKRNIVFYKCGHKVCCKKCSQAFKYKSCPMCRAQIQDFIQEYDA                        
>Ptet_A0DUV3_A0DUV3                                                             
MNEQDDEMLIEEILCCQNDDDIRSLVDSQCLDIIGNSLQDQLTLAHKQLFRVIKLFREFLDSSRNQFWDQKKKREQNQTL
QQDYLIIHHELQLEKSRGKQIEEANNQLRLQIKLYEGDFETIRQQSFEDIKKVEEQLVKTQNQISLYKNSLIQKFCVICL
QKEYCILLKPCGHVCVCEECSKKIDQCPIDRVKVTKMNKVYLS                                     
>Ptet_A0CY96_A0CY96                                                             
MNQGKIYCYGGSIDIEGTILLDEFLEIDVVQLKFRQIKSAPTGRVEHSMCMYRGQILIIGGRTQKKIFNDCKTYSIGSDK
WNQIEFEPAHRFGHQCTVYEDTIIVTGGSDGQLILDDVWLLVDLRTWIRLEIKNPLPIFRHQAALAMKEYLIIFGGCTFD
GKRCNDNFYALNIVTLKWIELPKVSRHPYPRVQHTMLCLLHQSREDILVIGGLNYQDLSILNFSQMANLVDLQPQSSLMS
YRSHTVEREEFLQDIPLEVQNIEEGTSFLELGKYYEWKIESNQEMKFTPRTGHSVVQCQENLFLFCGSDETTIVNDMHCY
NIFKKQWEQIAPKGILPSPRSGCKGVAHQHDIYYFGGYTNRRGEYFNDLYVFDTKLRQWNQIRTTREIQPRVDMSLVINN
EKLYVFGGADGSNRFNDLHCFDIQNNQWVKLQTHGQIPSPRFGHTAEVYKNQMYVFGGWDGFKTLDELYTYSFASNYWYL
EKVRNKPPSRYRHSSTIIGYSIYIFGGVDAAMTRYNDLYEFNCELKEWKFIETAGNTPSARTFHQLCSYETNIYLIGGND
GTKKNNDMYSIQVFDHRFSDLSSISQLEIQSTIVPKENGLISILKNQVNELGQRLREEQEFNLCQICSSKDINSVFLECG
HRFCCYECSNKLELCKICLKKPSRIIKIFVV                                                 
>Ptet_A0DY10_A0DY10                                                             
MDKVESECVLCVQEAEIIALGHCNHKTFCYQCMIKMRVISKIKACPICKQILDKIILTDNLQAQFSDYSISNLMSINYSK
DSKDVFFTDSAQIKEKIEGLNSFKCPFQDCQMDQQISNFNQLKLHLKVEHMRFYCDVCIEQKTCFLGEQQLYSDYQVRRH
MNNGDLDEDSNIIFKHPFCKFCRKHFYDEDKFKQHLNLAHINCSLCEDMKFTFYKDHGSYERHLKLSHFLCEEPECKQML
VVFKNQCELDMHKQSHCNDPRIKKMSNLNVQQIAGFYEDPKQKKQLNDKEGEDFTDQFISLEQTKLRAVTQIDQHKDENI
DFREYLYVDYNDDQDKLSDQSEKMHSQQNIFLEDLQLIKPYTLPHMKFQSFMAKCSQFFKGQKNKEESLRKLIQLFETDK
MSAEHYVNSFIQMFEPKTGLRLITFYMAMKDVKDQFSKILDDAYIKQLKALPRRNNPIIIVCKTYSELFIKLLEELNKNL
IKRIEDGDLVQYQDTIMPKERIFQLIEVLRHVKTSEMGKFKFALNFGLSTQMIFQKFNVKNFIIYQLEHISAISNHDLVP
FYLYVNLSMKILRGEQIHKEKKDLNECVYYEFFQNNKKLFSLIKKPDNSDLNRQNLLQKQNQLNRNGIEMNPADFPSLPK
AQKQEQKLEQQFYVKQNEPQQQQQQVKKSKQRQQQSQAIGKWQNSGAAIFQNQAAIEDQFPSLTSNTTQAPSKNVKSNNG
QFQDDDFVPLADYKSAKQNEESEWDSNPIIPKKNTQMKEVAQIKKKNKNIVQISGGFR                      
>Ptet_A0E189_A0E189                                                             
MSTHVNQAQQNLTNSQQETNLRNRIRSRKLFISTIIKFFFAVMLFLLLSLQIQYHLDVISIFVLFLIYHLTDFLNALYYH
FKMKKLQIRFKKKKLLGYVGATLFDFFYLTCLLLLKKVGYQYFVYSNVFLVIAILMNFYSLYQDRALLESLKMLNQISLL
TRIYVAICSLFITLKIDKVIIWNWTPTLWGVWVGLICFIGISAGSLIVTFSKIIQYLFDRQNLQRSECICSYNNFQQFPT
SGQLNCSYLGVFPYHQVLWDIQSIQKINQIILTISLCKNISQLLNFSSFQFIPLYFRIDIYDEPVNQQQFSVNIQGNNQT
LQQINPTSSRTQIPQVVQKISKAYFGIPSLIKKEGGDQDSISGSPVLKKSSKGHKRAFSSQGVASQMFQELDYIVIDKQP
PNALNKTTSNELKFQIDKKRCNSHLVTIAHDDSIQNKKQEMSMSQTSNICIVCYERGPNAVFMNCGHGGTCYQCAIDIWK
QKTVCYLCRNKIEYILKVDLEDRYGDLFKVVSTAQMIDQFNK                                      
>Ptet_A0DW47_A0DW47                                                             
MIDIFSQMPESQMGSLRMRPSQLRIEMTDDQQLSTRRRNFMSPTALPLFRELQQQTTRQHHQQGMAPLAMKPMSSQSQIT
KSLLFNLFLQGFFINYYGYLFWQYSFRYVLLQLWIQDLLTMFILIYYNYRKGEDCIWQLIEAMFLFFLKVFVVFYYEIQK
FKIYFITIMMISLSILVLFMRVVQKLKFQLQNNQQIIIQFIKTLLCVQMTLIALKWEDKIDWVWSQIFIILWVFLVVLAL
LLFISFIGCIETFINLLKKQTSQNYLIGNIWIFINIIGYTLLPFSFLYRLTQLYDNGQSFGQDEIIQLIVLNAIYMALVT
VYTTFFVNNIRLFLKELQGNESYSTGMPQQPIQIQQDQEQRNDNVPDSNETLSKKKTKQPFRFVKLNAPLYLVKMSCTFF
AIFDKIHFNQTNPKQTEQLSQRALGQQSSNRMEFQKEIKANSNSLDEKINNIGAQEQQKEIAEEQEKENGTSKKGSELQQ
KSQNSINEDQQSTQDKCLICYENQPNILFIPCRHGGICEKCAEDIVVKSNQCYLCRKNIKQILKINTEGGQLIVNEISNI
KQKRQIQA                                                                        



>Ptet_A0DHV7_A0DHV7                                                             
MGSQPQKSRNQIENRYQQPSMQTSQMPQHIQMQYRQPSQQINMPMQYSQTFQYNHFSTFIYNQSMIQQQPPSSQRSQNIN
TQPRVIKNDFCIEKLKLVGNENFKVEFTLFALSPCKIQLYVQCLEICHPVNKILQEIRDKLQYDEFLINEPQTMNVVKTS
KITIPKSSLQQKKSINGQAYQKLLLMIQNKTTMMAYYYDYENDQLKLVKQKFQNSDYGAFEVEEIYGINDSNLIGSMKHD
QDDGECIICLSEKINTIIMPCRHMCLCGNCAKQIMDKKEQLRHEPAERQQHAPDYNLCPQCRMEIDSFIKLQKIS     
>Ptet_A0CCL0_A0CCL0                                                             
MKNIRIPLFAYGTAIDHIGLKEIEESPQKYTQIQLDDSSFKIYICSFTELCLNILNNKNLILLVDYRELIEFDDMLQNIF
DLIQFSQAKKVLCYIVSEETIKKGQWKMEIIKKYVEASTQKFNYPNYYQPNYNVQFIQSSQSLFNQLHFFQTTPKDIDFT
KNNDALLQILSRNKNELEVSLIQGMVILYDLYYFENQTANNKPIQIIEIEGKVNYINSNEDKQVFRIKISDDTELKDQTF
ISNNFIQVKQCSPQIVFTPQFISMEKQQEFYMKYRDTSNISAIIGGVQYDIKNLEFCSTNYANSLKLTLSNSKFICAQEF
QTSNKNFNINSQILIINKTTDDIIAFGNVVQDNFEISFTQKNNLNQDQKELEIFYLPLNDEDIIANVARGEQVQKGTHIN
KCRICMENTSNTLLIPCGHLRYCFDCQSEVQECLFCDTKIQSRKKLIVKQVDQNKNNLLKELTWRHQDLLKLSLQQNINI
EQNVKINRFQYDIDFSQYYCQKCNKSKGTEFTICQQNHLLNHCLECSEQINECEFKGCKQKIICKGKIKYNFDE      
>Ptet_A0C2C1_A0C2C1                                                             
MLIQKQYQQYFRTKIKKIISYFCIHYLYYNLFALLFALFQYNRIPFAIPLGLSIVFEILVCYYYSNKQMVKMVDHILHIM
AYNFVIILYYTNLQYFIFGNLFLLLSFVIRTKESCSSQVTHEYSSIIRFLKTFYRFSALVASVCISLKLSKYVEWTWPQA
FWWYWMFLSALVGTCFTLIIVLISKIINEIFKQYQTVPQECKNYLFLDKSLLWALYISVISSILSVMWIINTFNKLGLDL
PIKIGEILFYSSVSFNLIIFCAITKLLWDSIIDFCFYLIQSQQTEIESSQRELPTSQLSQQKQYERRNTIHQIFLKKLSS
AFFRQTTKQDLIQQSQKMTELMTERGQTKKILQTVEMESKQLQENQNKINESSQKCIICCDNPPNAVLMTCGHGGICYKC
ALEMAQKSKECFLCRQQILFIYEISNFNDDLMKVVTITKFNY                                      
>Ptet_A0C829_A0C829                                                             
MYQIVWIVIQKQFVQNVQVAKILSNKFWLCLRFFKYGDLNTITQCICGAKQRIFECLFCKCPQAINGGNLKQSSRIICFS
CKNGFYIVNCPGCKNMKILNNANEKNYCENCNSHFQIDDCKICQEDAFSRDLVEPFIFRCSNNHQYQRLICLHCKKPNKL
NITNNKSYLCQHCNTKMKQISCLCGQKQIMRRAENNQLQRFNCLGCRLDYLILKCNTQDCLGELLKLDRPQMRPSEFGPF
IEIVNSICFQCKIEQFIPSCLRCNMLQEPFSLQMNKPTRCKGCQQEFIDSKYRECVVCVSHLADSILMPCKHVCVCNSCL
QGLTFCPICRRDIKDRFKIFLN                                                          
>Ptet_A0C774_A0C774                                                             
MKTKKKNESQRVTELGEHILKTQNTMLAAKIDQLKKEIQNMKSLPEQTEIELIQSEELLHYKKLSNQLSRRIRIIMAYNE
EAIQKKVAQEDIQDEKFECLCGANQIDSIKYFLVNGHPQILQQQQQEIQQPEENNQQTQSNQKDYIKKLIQESSEEKAQL
LHQIEELKLQQKLPEEQFFQTQLFAELVQQNNYLTTTLFNIEEQLIQVQLANKDLLEKSQQQIQQCQLECEQKIRELFSQ
QDIIKIEVKQNDDQTQNTLIEELKSQVEHSSKMIEDLKIELQQCRERNKEAHNQLGEIINQKQTLLNQNNELKQYISVHK
ILSKDEKIEQVTLRYEKHKQLLYEIEQEYANTKSNEFIQRFREFVGYVKMRDEKVKGLEQQLEAKINDCNNIKKQIQQLI
DELDYNSNSFNSINETNKNLSKLVNETQKNLSRAMQEKVDERIKFETERQQFQQKIQTADETIKQLQSQNDQQKKLLNLF
DNERMIYKESIRNLQKSDGESQQKLLQKEWDVGKILEENKIIQEREKLSESINLKFIKKAEKSKSKLKYLKLQMKLESKD
TDNELLTSLKMMVDCQQCKKRVKQVILMKCLHMFCKPCIDDNQKNRNRACPVCRAKYGIEEVKAIILN            
>Ptet_A0CM36_A0CM36                                                             
MGLQINHYLLLRILIYNNGAQIAQKSKSFPILLFQHFRKFSLNILFAFHSLLFRGRESEYKFHLLCSTRLTVLDSISHSS
SQQKYIRQRCCRSIILDLRDCKLILNSQLIAAFKSIGALQLVFVSLRITGQITWGWIQTLIIIWFLLGLSFVIAICLFID
LLQKCRNKLEGIEEDKKLIIIKGGIWLNLIAFGITILPFATLFGCALKLDFHVVQLNQYAFGLTILYYLLQLAYFYKFKS
KLIDYFLYYDMAQSNLYVEQQIQQINQNQQQVENRIQLKMKRMHKISISKVPQFMVRLSQTYYRCAQNNDKQHKPSVIQQ
KNLNQIDNKYQMNDNDQSKRFDLLLSSPRQRLEISSSLGQDLTSRNSDKKQFEDQSQLKQEQQNQNSQKLCLVCYEKENN
MINMPCGHGGFCKECCEQLLSKSELCYLCRKPVTHSLQIQEVQNRESLVEVIEVLEQQNY                    
>Ptet_A0CLW3_A0CLW3                                                             
MTLLSLSGILGLSATLSKVLHSLNMLKDKYKSYQLVKQFTPTQLINHLNQEKKTNIKVFVSGELISQKPLASKFPLIWSQ
KRIYDLYNNNIKKLKKITSKGVTQISIADSKFQVDILRSTNFNCHASLTHIQDIFYPKQLSIFQRITNFILRTVNQTRSE
KMPFRGFSIGQLEREYGILAGDSYVIYGEIFLDKYLNKLFLQNPKHILRDKRQLLRFIETQIRFKNFQIIILLMAILFLF
YWFTKNSKTVIQKLVSYRQIYKLQKLRGLKHIVINNFECQNCFQQPKNIINLPCKHMVLCQSCKQVLNISKCPICKQKIE
EFVEIFIT                                                                        
>Ptet_A0EIA5_A0EIA5                                                             
MTEQDDEMLVEEILCCQNDDDIRSLVDSQCLDIIGNSLQDQLILAHKQLFRVIRLFREFLDSSPNQIWDQRKKKEHNQAL
QQDYLMIHHELQKEKSKIKQIEEVNTQLRLQMKLYEGDFETIRSQSFEDIKKVEDQLVKTKNSISLYKNSLIQKFCVICL
QKEYCIVLKPCGHVCVCEECSKRIDQCPIDRVKVVKMKKVYLS                                     
>Ptet_A0BIJ5_A0BIJ5                                                             
MRRQLNISQNQQTTDRMQQIGAIIRQKQAFELLSYTLLSNSIYVITVLILCFELAYEGNMLSVIYCIDSKLLLQILHQLY
YYRAFAKINVKYNHALIRLFQLFIEVCYVLSLNIYAVTGKNKLMLLSNTFPLINISLSLIVKLNEGNQLLKESVQQINLF
NVIRNSCILLMSIFFSLKIEGYLDIDWLYALWVFWLLFSLSASFIIYYIFVVLALSIQVILDQGNYERNQVIKNMWILLF
LISCSSMCFVIPISILNFTTEGNYEGPVQAGRIILIANQIVFSYFNAKFKSELILASKRFLSLNDSVNPLHTMITQQGEA
QIQQFNKQEYLESQTSEAQFQIPRMVKRISKTYFGFDDLNLQKKSDSKIQGLNKKPTHHKALSSHIQKPIEQNDERIKLA
SMMNLKFNEQENIEELKGTSILQHQQNENQQNSISLSSINLCCICYDSNPDALFMQCGHGGVCYHCALDMWKNKDECYLC
RKKIDRVLQIQICENSKNLYQVVGATQMNSSSQKKHIISQQHDQ                                    
>Ptet_A0BRE5_A0BRE5                                                             
MKSPITKISAIGTGATGFALFSLLSQWYQLKKKHNQYQLINEFTPTSILNYFNQSQKTTIEAFIAGELVSESPIISKVPL



IMREKKIYYIYENGVKKIIQTFLHGASQLSIADYYNKIEIWRNSTLNYQLSMSHIWDKVIPQQLSFLQRLTNFILKIINQ
LKIRKLFFNGFPTGLLEREYGIIANEFYVIYGEIILDKKLNKMFLQNPKYILKSKKQLLFLIQKQIKYKSSMIVIVFILF
AIWSCIFGCNIKNFIIHLLKERQKAKLDKLRGQKYLEINNYECQVCFERPRNIIFKPCKHLSICHECSQRLKKPQCPICK
QQIEDKIEIFFT                                                                    
>Ptet_A0EFT6_A0EFT6                                                             
MQMVVIIGLFLYQVLQQDQSKRKHYIVQYNSIKIAHSYGILYILQLLLLSLKWNSFFQYSYYQTFIIAWTALGVNTFLIV
LLLITLVENCFIKDIPEMDGTTLLNQGSIILWLIYYIFGLTVIPFFLLKEICQFYEKDTIQINIKIAGIAILISLILYMI
SFLFFTNKVRKQLIIVLQLEGRQTHAEIRSPKSPKSPEPESPKAKWSKLQIPILFIRVSASFYKLITRKTANEINNRNIS
SIPICSDVLRPDSLNFRQSPCLTMIKQIKSIPRDQDSCDICLICFENEPDIVLYPCNHGGICTGCSENLMKTTKQCFLCR
TDIKYTFKINQKVGEILEVTDVQKV                                                       
>Ptet_A0C0A7_A0C0A7                                                             
MGFCFLFNSNITFGWDYKIIIVYACTTQFAFMISKLLSSKGINSYCCFAVLESAILIAYLLGIVYNKEVSPININFISYT
LLILQFVILAITVLISRQSFESDAQDQSKQIQEILIAAIKSIGSLQIVFLSLKWSQQINWGWMQTLVIVWFCIGTMTLIE
VCLIVDLMLKCCNNELQNKKQLIYGGAWVNIVILGFIIDTGLTFLGLGLLLDYNVGQVNLYGFIASIVYYLFQIFFYLKN
QEELIQFLNLSEVQQPTRPSEQPNEQVTLKDRIKQIHRISISKVPQFMVKLSATYFRKQEINENQKNQNELGSSQDKKFR
SISFSEIKKQNEIKKSPSSDLDGDLSKKFDQLLSSPRLKLEVSESMAPELSSRGQQKQNALCLVCYEKESNMINQPCGHG
GFCQECSEQLLSKSNYCMLCRKPVTHTLLVQGVENRESLVEVVGIYQGGQKQN                           
>Ptet_A0E4H4_A0E4H4                                                             
MDYDSLYLLLPKEPKKWQVSDVLIWLQFIGLGQMEDKFVNCSIDGSILEEITEDDLDEELGINSKLIKKKLMNWISTGLK
EYSIYICQMKLNTIKKSPNEDFTLQKNVNACQDKQCQSIINQYDETKSTIRIENQLILQPLESQQNNFYCIKQAGAKIGR
HSSNHILILEENISRFHAEVTYQDAKFYIKDIGSTTGTYIKIQKRMNLSQDMLIELGSNLFQVTQLEEVSDGIQLELLVM
EGPNCDEQISFHLNQEKNSVTFGRKTNADIAFPEDHHLSNLHAKFYLVDKDVTIEDHSSTNGTWLRLSADGQPSQIYPLT
SEDEMTIVRIGTVNQYLCQLDKFSINYNEYNFCTLCHENERDALCLPCKHNSTCFKCSKNLQLCPICKMKISQQIRIYKN
>Ptet_A0BUL0_A0BUL0                                                             
MKQNNHTQLPHTSIDRLKKDISKTFANQTTKSEQSIKLDQYKKRIMNVLSQMDDKTQQVQIQQTSSEISTKLLLQTKNAI
IENIKVLQPSDKNLQAIEKNLDKLFTIQEELQELPQNKEIKQLQWKIEMKITQQTNLTKSMKDDKKCQICFEKDREYVAI
PCGHYIYCEDCKGLIKSDCLLCRNPITSVLKIYQ                                              
>Ptet_A0BW00_A0BW00                                                             
MQESIQKLNKTSTILRLYILICSIFVSLKLDNFINWEWSAVLWPLWFGLFCSIVISVGCLIITFNMVVQYLFEQLTTQKS
KLISYIWLTQLSIFATICIGLTSLGYLDYLTKQLNYQKNFKILQYFIIAELIIIMFYSVCFHCQINEYIFSILQDDEPLS
NQQQLSAHTQPNNQTLQNLNVLSSRTGIPLVMQKISKAYFSIPKGREKYVRDSINGSPEPKQSQKGHKRAFSSQGVGSEV
LQESDFKIVEKQQSVINQVNSNRTRSQVEKKRSNSQLITIARDESIQNQKLDISQTSNVCIVCYERGPNAVFMNCGHGGT
CYQCALDIWKQKMECYLCRDKIVYILKVNLEERFGDLFKVISTTQMIDQFNK                            
>Ptet_A0E9B5_A0E9B5                                                             
MPESQLGSVRMRPSQIQIEDDQQASTRRRNFLSPTFSQNLPLFRELQSRQAQNREQDYTNSIITLTDDKVISCHAQMIKS
LMFNLFLQAFFVNYFTYMHWKYSHRYVLLQLWIQDLITIFILIYYNYRKGDDCIWQLIETMFLFFFKVCINVYQIFIVFY
YEVQEFKIYFITIMMLAVSSLLLIMKLVQKIKTPTKTSTALILQFLKTMCCLQLLLITLKWESKISWSWIQIFLLLWVFL
VVCALLLFISFVSCIETLVNIIKKKQQCHYCIYLKYSLVAGNLWIFIMLIGFTLFPFLFILRTAEFYEGNQLISLTETAK
YIVVITLFSLFLLIFTLCFYRQIKAYLKDVQGIQDQNDIDQQQTVQSPNSRQLNSPHQSKKLEFIKLGIPLYLIKLSCTY
FAVLDKPSFDFKKRQKSHQELESGRSNLQGSTVRETWKKILQKPAASNSMIINKKKDELDLDIQKPAITDNVKIKREEIT
ATVSKQEQEEEPVRSIKSIKSDGESSVNQDKCLVCYENIPNIVFVPCRHGGICQQCAEDVIQKSNECYLCRKTISQILKV
QKNGNKQLEVQEASMLG                                                               
>Ptet_A0BC88_A0BC88                                                             
MKIKKKNEQQRVTELGEHILKTQNTMLAAKIDQLKKEIQNMKSLPEQTERELVQSEELIHYKKLSNQLSRRIRIIMAYNE
EAIQKKVAQEDIQQEKFECLCGANQIDSIKYLLVNGHQQILQQQQQEIPPPEENNQQTQSNQKDYIKKLIQESSEEKAQL
LHQIEELKLQQKLPEEQFFQTQLFAELVQQNNYLTTTLFNIEEQLIQAQLINKEQLEKNQQQLQQYQLECEQKIKDLFSQ
QDTIKIEIKQSDDQIQNTLIEELKSQVEHSSKMIEDLKIELQQCRERNKEAQNQLVELINLKQTLLNQNNELKQYISVHK
ILSKDEKIEQVTLRYEKHKQLLYEIEQEYANTKSSEFIQRFREFVGYVKMRDEKVKGLEQQLEAKINDCNNIKKQIQQLI
DELDYNSNSFNSINETNKNLSKLVNETQKNLSRAMQEKVDERIKFETERQQFQQKLQIADDTIKQLQQQNDQQKKLLNLV
ESEKMSYKETIRTLQKSDGESQQKLLQKEWDISKILEESKIIQEREKLSESINVKFIKKAEKSKSKLKYLKLQMKLESKD
TDNELLTSLKMMVDCQQCKKRAKQVILMKCLHMFCKPCIDDNQKNRNRACPVCRAKYGIEEVKAIILN            
>Ptet_A0E7T4_A0E7T4                                                             
MLIFSLKLIWLFDSKYIIIFAWLMDLITFIVILLDKNISKAISGIHFLEKVLSVSFKVLFLHLQFYKITIIIHFEIKEIN
LYYIPALQIIVTIGILFHQVIQQERNKRKNLIIAYSYSILYILQLLLLSLKWNKYFVYSYYQTFIITWTALGINTFLMVL
LLIAFVEKCFQKDIPEIDGIMFKYQGSIILWLLYYIFGLTIIPFFLLKEICQFYERDTIQINIRIAGITVLISIILYLIS
FSYYTNKIRKQLMYLKFHYQNRIVLKLENRQTQVPIPQSPQIEPPKKKWSKLKIPVMFIRISASYYKLVSKKKINEMNNR
NISSIPICSDVLRPDSLNFRQSPCLTMMKQMKSIPRDQDSCDICLICFENEPDIILSPCNHGGICTSCSENLKKTTKQCF
LCRTDIKYTLKLNQKIGEILEVTDVQKV                                                    
>Ptet_A0CHG4_A0CHG4                                                             
MIQIEQQENIRQKKKVRNLIETLENHLRLDEKITNLKIQLEKMRLQITTSTDKNSIKEKISQLEVAMFNYEEEKKISNYT
DEERSKLLDNIRNIILQIRPLPFSCDNKRQIHKNLKNLNRFEEHFLILRVKSNNEKFVIEASKILSLVCDKKREIKKVID
QSKENSNNDESQYGNILENQAEIKIVDENQKVHQQETPTLGGNIIEQINLDSQNKLLDENMIKQEPIEIGQENEQICESE



KCQICFAKKRKFVAIPCGHFIYCQVCKELVMQKLKCLLCRQNVLQMFEIFA                             
>Ptet_A0EIS4_A0EIS4                                                             
MDYESLYKLIPKEPKKWLTQDVINWLKFIGLGQMEQKFVECSIDGAVLEDLTEKDLDEELGITQRIIKRKLLNWVNHGLK
EYNEYIKQMKMPNLNIKKQQDEDFTIQKNIGNVQFEQMLMESHENNGNEQFTSSVARQEEQAIKQEIPGFNKFEHQLILQ
PIEGQQSNFYCVREAGAKIGRHSSNQILILEENISRFHAEIIFQDSMFALKDIGSTTGTFIKILKSLTLKQGMLIELGSN
QFCVQKLETLENGGIEISLFVIEGPNLEDTIIFQLNKDKPSVALGRKSTVDISFPEDHHLSNQHAKFYLVEQTVTIEDHG
STNGSWMRLSGEGKMSNLFYLDPNEEIIIRIGTTNQYICQQNKMKVNEISGENLCIICVERERDCLILPCKHNATCLKCS
KSLALCPFCRVKIQETIRIYKN                                                          
>Ptet_A0DDH1_A0DDH1                                                             
MGSGQSKTKKKAAQLKQPKIQNEELKRQPQYEDDVIDAANLAIAIQKEDLTTNIELFVHCEGLPKMDAFSLTDPVVVAYY
EKDDKWVYIDRTEIIPESLNPKFVKTFIVNYIFERKQKLRFEIYDIDDFEAIDNLERQEFIGFVECEIRDIVCAPTQSIS
RTIINRKSNRKRNGLLHIRGAEYDMGGNTILFQIGCQQFTTKAEVLLRMSYFTDNKDWMPIHATEPIKYQKKQTVQFNDF
YLPLSKFGNNEQAQIKLEVEEYNKTKGTTQLGECETTLQQLMENSGKTLRMTKNGLIVGQLKLIQVKQHSRYSFLNYIYS
GAKIQVIVALDFTNSNQISNEEEGQPELSTSNDYISALKQILGILQYYNNENRYPVYGFGAKLPPYYNVVSHCFACTGNI
FDPYVYGEVDEIINLYKEILQGVVLHGPTVFSQIISQAIEFAANEKVDQNNQKYYILLILTDGSINDMQSTIEQIYRAQE
YPLSIIIVGIGKEDFNNMRILDGDDPQHKLRSKIHNDDIKRDLVQFVEFNSVRDNQDKLAKETLAEIPRQFLEYMEKNKI
YPAKGKKNTKAATNDFIHSKIDEMKKLKKKEGVISGKIPQFLNQQKEEFIKQLVQLGYDRLAVTNVINNDGVPCKDVNLV
IEILSQKQKQMQMQQPRDGHFLSKRSEMAQKLLANVSSSDSKITHRVFCIRQRNKIDELMQLKKQESKITATNFLFKLTE
QTKPKPKPIVEQKKQIIESQNNYETTKIGQTKENLCLNCDQNKIELVFIPCGHACSCLQCYKNLQYCISCKQKVQMFAQI
DYKS                                                                            
>Ptet_A0CVI4_A0CVI4                                                             
MQQTELDYQKMKAKQDLQSIFLLVTLFNGLCFLFNTNICFGWDYKIIIIYACTAQFGFLISKLLSSQGINSYCCFAILES
TLLITYLLGFIYDREVSPININLISYTLLIIQFIILAITVILGRQNSESDGHGQSKQIQDILVSAIKSIGSLQIVFLSLK
LSDQIDWSWMQTFIIIWFSIGTMILFEISLFIDLLMKCYNSKLENKKEIIYGSMWFNIVMIGFISISLLTFLGLGLSLDY
QIPSINLAAFILTIIYYIFEIGYYIRNKKDLINQENQTQAQSQERNNEQAGIKERIKQIHRISISKMPQFMIKLSATYFK
RQEQTSVISKPVGSILNQDKKFKSISLSEKKQNKEVKKQSSQIYDEELTKRFDQLLSSPRLKLEVSESIGAELSSRGQPK
QIQLCLVCYEKESNMINQPCGHGGFCQECSQQLLTKSDLCLLCRKPVTHALIVQGVENRESLMEVVGVFQDVQKQ     
>Ptet_A0BMU2_A0BMU2                                                             
MPESQLGSVRMRPSQIQIEDDQQVSTQRRNFLSPTFSQNLPLFRELQSRQAQNREPDYSNSILTLTDEKVISCHAQMIKS
LMFNLFLQAFFVNYFTYMHWKYSHRYVLLQLWIQDLITIFILIYYNYRKGDDCIWQLIETMFLFFFKIFIVFYYEVQAFK
IYFIAIMMLAVSSLLLIMKLVQKIKTPTKTSTALILQFLKTMCCLQLLLITLKWESKISWSWIQIFLLLWVFLVVCALLL
FISLVSCIETLVNIIKKKQQCHYCKYNLQSLVAGNLWIFIMLIGFTLFPFLFILRTAEFYEENQLITITETAKYIVVITL
FSLFLLIFTLCFYKQIKQGSLLLMIRAYLKDVQGISDQNDVDQQQTVQSPNSRQLNSPHQPKKLEFVKLGIPLYLIKLSC
TYFAVLDKASFEFKKKRQKSHPELESGRSNLHGSTMKETWKKILQKPVASNSMIIHKKQDDVDLEIQKPAITDNVKVKRE
ETPVTVSKQEQEEEPVRSIKSIKSDGESSVNQEKCLVCYENTPNIVFVPCRHGGICQQCAEDVIQKSNECYLCRKTISQI
LKVQKNVNKQLEVKEASILS                                                            
>Ptet_A0E3S1_A0E3S1                                                             
MNRQQEQIISQEMEKEFRNEVMRICIFNCACQFYMLIFSCKLIWLFDSKYIIIFAWFMDLITFVIVMLDRNIGKVLSVVH
FLEKVLSISFKVKSCFQRLYQITIVIHFEVKEIKLFYIPAVQLFITIGLFLFQVLHHDQSKRKHIIIAHSYSVLYVIQLL
LLTLKWNNLFGYTYYQTFIIAWTALGINTFLIILLLITMVENCFLRHLPQINGKKYYYQGTIIFWFVFYIFGLTIIPFFL
LKTICEYYENDTLYTNIQLSSVAILVCILIYLFLFIFFTLKIKKQLTVILQLDHRQAVTPKRPLQETTQKKWRKLKIPIM
FVRISASYYKMLTRQSTTDTNSRNTSSIPICSDVLRPDSLNFRQSPCQTMMKQMKSIPKDQDSGDFCLICFENEPDVVLH
PCNHGGICNNCSENMIKTTKQCFLCRSEIRYALKINQKDGEMLEATDVQKV                             
>Ptet_A0D8Y8_A0D8Y8                                                             
MGFCFLFNSNVCFGWDYKIIIVYACITQFAFMISKLLSSKGINSYCCFAIMESTLLITYLLGIVYNKEVSPININFISYT
LLILQFLILAITVLISRQNIDGEGHDQSKQIQEILVSAIKSIGSLQIVFVSLKWSNQINWGWMQTLVIIWFSIGTLILIE
ICLFIDFVMKCCNAQLENKNLWQYVGQHSIHWFYLDFFTNIFGFRIIARLLDFLNQFWGSNINNNILHARNMLLYKEQGR
LNVRLFIKPSSFLNISENQTLSQSQEINNDQTSFKERIKQIHRLSITQIPQFMIKLSATYYKKKELIDSKKQQIGSVLSQ
DKKYRSISFSEIKKNDVIKKQASQDFDEELTKRFDHLLSSPRLKLEVSESIGAELSSRGQPKQIQLCLICYEKESNMINQ
PCGHGGFCQECSQQMLSKSNMCLLCRKPVTHTLIVQGVENRESLVEVVGILQGEKKQ                       
>Ptet_A0EE53_A0EE53                                                             
MQKLYQSFESEAQNIQKLISNYQEKLQGKFQGMIEKSEAKKQKLLEKMQTTKEQLQISIDRNNPSKIFKLQNKIEKLEAE
MSKVNRKDQIANDFHLVYDGLFNQLQITQNQNIEKLTQAQRDDNYQILCSIKRQAINLSNQVYKKKHLEPIRQICHHCNT
LLNQYLKFGVDKKIQQPDIFAIDIEQDKQFVEKKKFEEERIFQKQERQQQYQDQKAQSRVDKKNKKQRQESNLYLEKEQK
RNLKQQEQYENKKQYNYNKSNYKKYQEEPYDIKQNSEVNVIKQFDNVKIEDQKQNNQNVIQQVQNKQETVTNLDDSNLCQ
ICFEFPKQYVATPCGHFVYCQNCKDLAVKECLICREPVQLLIKVFQ                                  
>Ptet_A0D1G1_A0D1G1                                                             
MDYETLFAVLPKEPKKWSREDVSQWLNFVGLQSLQSTFSMYLFIRVVNNSIDGSCLELIEENDLIDDLGINSKIVRKKLM
HWLKNGLKEYTQHIKSVMVDDKRCDKMEQENTSLENTESAQAQYGQINISHDMMTNYIKNNEMLSQQFQQPLCEIENRPQ
FLKKQQTGIQLEQEVENFAPKISNELIIQPTEGPQTNFYCIKESGGKIGRHSSNQILILEESISRFHAEIVFQDEDFFIK
DIGSTTGTFIKVESKLELEIGMVIELGSNQFEIQQLTSNNQTVEVVMLIIEGLNSSEKHIIALNPQKCVTTVGRKQTADL
TFSEDHHLSNIHAKICLIEGRVYLEDMGSTNGSWLRLSKEGLFSQLYPLQNQTAFKIGTTSTYLCKRTTQLITDKNNENS



CIICIENDRDALYMPCKHNTACLKCSKNLKDCPICRTKIQDVIRIYKN                                
>Ptet_A0DYF8_A0DYF8                                                             
MRRDLNNSQNQQTLENIQPVGTTYEQAFELLSQALLSNSIYAIAVLILSFELAYNGNMLCVIYCIYSKLVLQIIHQIYFY
RAFANMNIKYNQAIMRLLSHFFEGCYILALNMYVITRTSELLLFSNIFPVINIFISLIVKINEGNQFFKESVQQINLFYV
FRNICILLISIFFSLKIEGYFEIEWLYTLWMLWLLFSLSASIVLYYIFVVLALCIQVILEQSNRQKYLVITNVWILIFML
SCSSMFLMIPILVLNYNYGNYNLAIQVDRIILIVNQIIFTYFTVKFKPELISALQMFLSLNDSVNPLNTLATQQVDAQLQ
QFNKQDFIESQVSEAQMQIPKVVKRISKTYFGFDDLNSDKKSETKLQEQNKKPTHQRALSSQIQKNTEQINEKIKLASMM
NFKIIENQKMDELKGTSILHDKQDQPRSISLSSINQCCICFDNEPDALFMQCGHGGVCYHCALDMWKNKDECYLCRKKIE
RVLQIQVCDNEKNIYQVVGATELNSKLKKRHKISQQHDQ                                         
>Ptet_A0DGX9_A0DGX9                                                             
MQEQQDRNKVQLEAEVKQLAIEFVREQYLEIILYLYVYFLISFYLENYLSIIQMVMCLIFADVFKLVIVYKRNQGIVHLL
FNEIVLYFDSYAGNSILFDDHSVSIIIVDPKIADILQQKEILRICCILIVRIAQRMTQQFNVLWKIVILVETLSVTLKLD
NFVAWDWIQVLWLFLILLILDGVIAFVSLLYFVIKVIPSLIKKNEKQRTAYYVQFVLYQVTISMTNLFLYFNNFALKIIL
PILFILLSVYTYFERRNLEQYYANFIFNLEIGKDLEEKQQPYEQATTILQRVSTNYYKPIITNVGQRQSSQPPMLSNDLQ
SVNSEEQNLCVICQDKVGEKIFMPCGHGKFCAYCIGNTDACFLCRNEIAQILTVQQDHISFGIVAK              
>Ptet_A0BTS1_A0BTS1                                                             
MDYDSLYKLIPKEPKKWLTQDVVNWLKFIGLGQMEARFVESSIDGSVLEDLTEKDLEEELGVTQRILRRKLLNWVNHGLK
EYSEYVKQLKSSSLNNKRQQDEDFTIQKNNANYQFEQMLLENQDNNNNHHNDQFVSQVARIEDQALKQEITTNNKFEHQL
ILQPIEGQQSNFYCVRETGAKIGRHSSNQILILEENISRFHAEIIFQDHMFALKDVGSTTGTFIKILKSLTLKTGMLIEL
GSNQFQVLSIDQKDNGGLEFSLQVIEGPNLEDTIVIQLNKDKQSVTLGRKSTADISFPEDHHLSNQHAKFYLQVDSSIQL
EDHGSTNGSWLRLSGEGKMSNLYYLEPVEEAVIRIGTTNQYICQQNKMKVNEIQGENLCIICFERERDCLILPCKHNATC
LKCCKNLSVCPLCRVKILETIRIYKN                                                      
>Ptet_A0D3H9_A0D3H9                                                             
MITILSGFCFFYNAYLIFQWDYKITIIYCCVSSFTIMVHRLLKSRSLSQYCCFNIFESLLLISYLLSIVYYIEIEKVNIN
FISYAQLVLQFLILAITVLINKSTSETESQDQSLQIQEILISAFKSISALQLVFISLRITEQITWGWIQTLIIIWFLLGL
SFVIFICLLVDILQKCRNQQDGIEEEKKRVISKNPLYYLVQGGIWLNLILFGITILPFSTIFGLALSYDFKFKSLNQYAF
GLTIFYYLLQLAYYFKFKQKLIDYLLYYDIAQSNLYVDQQLQQVNQNNQQIENRIELKMKRMHKLSISKVPQFMVKLSQT
YYKCALNADSQCMSSKIQQNQLNQKNQFQENENDNEQSKRFDLLLSSPRQRLEISSSIGQDLTSRNIDKKQLEDQSTIKQ
EQQNQNSQKLCLVCYEKESNMINMPCGHGGFCNECCEQLLSKSELCYLCRKPVTHSLQIQEVQNRESLVEVVEVLEQQNK
>Ptet_A0D0Y2_A0D0Y2                                                             
MNQLQLSQAQSPRESNFDYEEQPQIQSIQLHQSRAALQIITNVILLIQGIQIQILVAIFQIFLILFNSYIAFDLSYKISI
LYVTILHFLQIIKIGVYNNKQSQRINFVQEIISQPVLLHIDILGNSLHLLLSLKGCLIYFLENDDFPIQYPILMHLIFTL
TWFVLALHTYLKNKNEKSFILVLTVLLRFFLVLQLMMVNLKQIQWIDWEWLYVFTILWIFLSIICIFQIIFLFDFICKAA
QFLQERDPLNRESINQQSLVIGSLWINLLVLCISALPTFSMVCYTIKLSTGKESYNSLSITLSVIYSLVFIVFTLYYRTA
LSLFVSQIQQSRGIETNSEINMDNLQRYRLNSPSSKHKNHLIKSKDQILIQLPQYLIRLSQTYFLPAINSDNSSQLKQSQ
QLQAQQQHIKKNKTDSEQPKLSNRVSLTEINSDKDTQCFNCYQNESCAVYMPCGHGGLCVKCATEWFTEKQECLICRKPV
ESVVKVSQSEQNKVQVIDVLAF                                                          
>Ptet_A0BPP4_A0BPP4                                                             
MRDETSNDVNIKIWQLLFLQQISQSYQIIYLSYLIWNFDPLYLMSQYWLLDIFMLTALGLLKIKYKAIVHNLIMDTLIGS
VLKLLLLINVKYYQRFQIQYFSYAIMAYYFIRVLVQNIRKISNNQQITQYSFIAQGIKLLFVLQIMLMTMKQTKTINWNW
YSVFSISWGLLILSFIVYFVFLLSIGETIVDFIRKRTTKTQLIGGLWLSLYMNSFSIFPMWFLLEVSWHEETNYSNTLST
LFLVLIIYNGLILLGLILFFSYIKLYIIEMRQNSSNEATQKVQKQFIKVNIPYKIIQISSTYFDIINYQKNIITVTHSNQ
SVIHNKTKLKAFEFVGKTEQLQSPAAERELELIKHSEEKCQICYDVEPNIVLLPCQHGGICEECIQKWLEKQKNCYICRE
KIEKYLRIAKSHEEGKFTIRDIAICD                                                      
>Ptet_A0D165_A0D165                                                             
MANEARLQSLQNWKASLELKKILDSQGIDHQNQDYLAQLTYKIAERAFGSQSKNNLESKVCQMVEQQTCAICFELMVPPQ
YSPILLFPCGHSFCKSCVLDGTKLRIQKCSLCRSKISAHAINLGLQNLICTFAEQKQQIPKQTEQMAVQDHATMPKENAF
TNQYRMFKLRCDILEQEKQQLQIQTKELKNELVELERKVVSLQSEREKIISKQAMLQNNLDQVNQGLQTIVDRSKAITVK
IYNIQEQMKILDETMKPLQQEMNKYEVLAKSA                                                
>Tthe_XP_001032396                                                              
MKKEFIEIKIKGKIQAVEHILYNYDRFYHEKKKLKVPLPFFYDQFASDKVLDNILIYMDNDHTNFFNSIISVGYLKNDLQ
YFQNTAFSNNVMNKFLVSSENRQFTEFFQIYNESNKEELSGFNINCAMIEYNYIQQKAAFEKKLKGNSQPTTSSYPNQLN
KNIKEQCDSLREELSVICDKINIMNMRMQSDLQQRKQESNQYKQRKKRLQAQLKQEDELNKKLVRMIHELTAQKKVLEQQ
KQNLLKNFSEELQKEVQKKLKDYQDMLRAKHKDEILKLEQTYNFDLAKRKKITQDISELKNENQSMKQSVESSKKIINDI
LIKQRDKLTEIQEVKKKINDLDQQYQLLCSQSDQQNDILNCKLCQERPAQIIFRPCGHLIYCESCWIDYLTEERDPYVNQ
AKYMCLACREFRNVCRIEGFSELKEQ                                                      
>Tthe_XP_001025361                                                              
MGNGSSNSSVQSPFHLSYLLKLTQHIQQKKSSSSRHRQNQRQQNRQQQQPAPQQNNRQQQQYQNQNPPQQQQFPQPPPPQ
MSQLPQYGPPAFRQGFSGAGGVQVIQNDIIFKKNSAKFVKQDNGWVFQFEFDALKPVTISAYFLVQQSLRFFSQLHESYS
DEKAKFELSFNACQRNQQFTCSFPLQLETLNSKYFENKDKFWPIIVQMKRDDAYLEQKNLFYYFTIQQKQNEFLPFLKKQ
VLELNNESYEISEIYGVENTDLVHGEAAEQKQANMDDCNKECIICMTDLIDTVIMPCKHMCICVECAKTFQQKKSNRLCP
VCRKEIESFLRISKQQQSQGQQKPQK                                                      



>Tthe_XP_001023096                                                              
MGAIIGKKKKKDKTKSNINKLNDQANQLKDDYHEDTNDAANLAIEMHFSCEQLPAMDLLGKTDAVIYVEEKVGDQWIPKG
RTEVIPENLNPKFLKYFIFPYNVEKVQTFRLLAYDIDNFDDIEEYIDDNNRYKQDYIGSVEFVLREVMCSSNYQLQKPIF
HEKKDNRGFLTIRCNEYDAGGEKMLFHLGCSQFQSKNELFIRVSSQIDGRTYQPIYRTENLKNKKNLVLWNEFEIPLSKF
GMDDKAYCKLEVVEFYKDKPEQILGEFENTLSYFKENTKKRQRIIINSLFKGEIIFQNIVSFKRVSFINYLLSNAQICLL
TAIDFTNSNKPQTSQDSFHRSIDPDNPNDENQYCKALRQLNDILEQFDHDNLIPLYGFGAKLPPFYNVVSNCFALNGNYF
NPLINGSDGVVQTYKEKFMYLQFHGPTIFSEIIKLGAHYAKAEAVSQKNQKYYVMLIVTDSDPNDLDSMIDELVEASAYP
ISYLIVGLGDNPFPKMQQELKGTGNDYKIHSKRLNKSSERNNIHFFTFSEYCQDQLKLARECMRYLPQQFLQYMDKRGII
PIDTKRDLKTARTEYMRLKIDQHKKRDKQKSQNTAAKIIPEKWQTAMKDEFKEKLLQLGYDEENVNYLIEYENIPAPDLN
LFIEMLSLRKEDLKLKKKLEMKDNYNHKNQLSTRVAIPQKVNKAVQKNSMSSKEKVGQRVFQVDANNQLDLIMKRKKKEI
SSVQQIFIQSIQIQHDPQKFYNQQIKVRRSHSNSSTSNFLFQKNAFQNEKKQQDEEQINKELTSVSDSDCDSSDSDLKRK
RNKKKKQFALKKQQNQQKMKLQNQQQDQQINEEMEPIITIQNSTTKANEYLVSQALQNDLNLYFQNTNYCLICNQNQVNT
VFMPCGHAGYCQSCTQENLYEDICPICNRKFYTIMLTQFVDESKE                                   
>Tthe_XP_001018055                                                              
MAESKKKECVLCYDEIQYIGLGQCNHKEMCYKCHYKMRTFTQNISCPLCNSLNGDLIITDDFNADFDDFELDGLEVFDQK
AGIYATTEEIYHELKKLVEIKCFASGCKEENNTFQSLANLKKHLKEKHQRFLCDICLEYKTCVLSEQKLYTQPGLEKHTK
KGDFDEDGNVYFFHPECKFCLKQFYDEEAIVKHMPDHFTCHVCGPDYKYIYYKNYQTLEKHFRMSHYLCEDQSCRSNSFI
VFKTAPELEMHNCKVHNQSNSKKHTVKQINQKKKKILPILILILSQINLTTMTGFDFGNGTEIKTKSKDDQIKDKEGLDF
ESQFLSLRKTKMKNTQIDSHEDEPIDYRDFYCQKYDEKYIKEETEILQQYYEEHYGEQKQQKGGRNNNRSKTNTKRKSST
KNDEVFQEDIPLLRYHQIHHLDDDQILGKLGFVLDQEKYDQVEQAKSLMQKKKITALEFYNKFESCVGKAIALRLLPVLA
ASLNSKYESIQKELDDVYMAQIKLLPAKNQNLINSSTTYKEFFSKFRTIIEDQLSSRIKSGALKLNLKDLKMDRSRRFQL
IEILRRVKTKEMAKLKFISNFGVSVDVNSMILRKLFFSDFKKINDHLDKIPNHEILHLYVYVSYCDDLLHGKDIHKDKQQ
ISVNMLKDYFSTHPEIYNQFYPKGENVDEEYQEEEQKQQIGIIQKTSVISKSSGQSKAQQIDTQDIYEFPSMNPQQKKVV
PASQIKPEPTLPVEKPKNEKEIQKKLNVQNNWEKANENPFLYESQDTKIRVNQVLKEEFPTLGGGKPLQPFTVPKKKQPT
LFTEEEKPQPKSQAKNNGNPTKQESNQWNGPGSEDVNEHDIANLKVVGVKKKGKKGQVQVSLAGYFK             
>Tthe_XP_001011676                                                              
MMQEKKFQLEIATVKCCSSQNICNKQLTISNNMIQYDGEKGQYYGIIQCQQCKQNNCFFWCECGHHIISKEHFYDGYQHE
CTNMNCRKKFSIVKCPECWNYNYFEYQGYEMGKVTKCLQCNFSFQQVACHSCFEDSYFDGNYKQCIPFKCSNKSCIKKDQ
ISQHINCPSCKFPNLFNCVKPLQNVLCKGPNCSKNFLYLICTKCSDPIVKELKEGENKLEYGKNLECKKCKQYICYFNCM
ACGRFSLKSSDKFGDYGRLVCSYQDCKKKQILLKCEKKECKASLNHILDSFNDNVFDRDCDGCKKKGFFMTCPYCSSGYS
LIATDLTNSKYIECQKCNAKVEHNIKHSIQTTTVECKICLEKQATYLVDACNHLFGCEECAQTLKNQSHSGNVKCPICRK
QGPLRKVFI                                                                       
>Tthe_XP_001471205                                                              
MYSNFEVEEQKEKQNSSNNLPDKQLQSYYQDYLDPEYRGNRLPYHIKLWRNRCIIALILQTVASSSGFVMYTIRKMRVGQ
AVNVMCLLLIIFFGRGGVLTLNKMHIAVHGVITSSVFSVVFLYSILEILFLRNEDEQSSEKLMLFIFCIPYIADLICGVC
CLYLSVILYEAQKQEVKLDIPQLNDSQLCAICSSKQINTVFYPCGHKASCYECSLQIKQSYKMECPFCRQPIKDLIVVYD
L                                                                               
>Tthe_XP_001032706                                                              
MADINDKYVLIPGVISSILFGLGYYQFKEQKRIKDIESQLKNQRIYTPDELKNIIDRNEPLVHKLFQNQGNILVGKNLLV
QGQINNSDCLKSILDIDSKTQLVARINYDFPYYNDQENYKIISEKTTDSLYYLQRKECGINQRIKIQPTINIQKKDTICK
ISLSENFKNIDNQCFDYTYSKMISENPSLLKYTWNFFGNLIAGIAGLLLRENLNQHLCFKIKIDNCEIGIKNKGIISVLG
DVIYNKDKGEFSIQTPVRLMKNKLEYLQILRNQIESKDTLKIILFFSSFVFSSFALRGLYLQLQNKDYLTIFGRRFKVPT
FIVNGMRNLRAYLNKNNSLQKIGNQQIEVQDEQNNKALEIVYTQPREEMECIICYQKSRSVILRPCLHCSMCQQCYNVLP
KKECPVCKTSIKSELKIYQQPNPQVNNVNSNVNDKDKNKK                                        
>Tthe_XP_001031952                                                              
MNIYLLALAFLLGSVVGQGYEQSLIRYELLDEIQIRTDQTNPNVRTLLISEANTVLLISESSIAAYDMKTLNYLSQISIH
SDSKIKEVNYLNVETQQSLYIVIQTESQEFKYFKFFTASQIIIQQKHSIIYPLLYPIIYDLNLNNTSNTADQESEDQKKY
IYILESHPQVEQDIVQRNSLSIMQYSKNSQRINSFCQITYQFDKEDLSVKCKEVSYLNSEQNKFAIDLNEQYFFQKIDSQ
NHIFFFNKSEIITLHNSERMSHYSLIDDFKFENEPILNDHEAFKNFTFWKMGQIASQQFVFIYSDNQFFYIVIYNIMAKK
ITKIDKLDSFMNQYQYNIKDHFNVDILFYNKKILFQSQYDFIEVIINDNSFAQTTQYQTVNKSFDGFSNNVRFLELSYTH
EGQVAQFAISRSLFSNSTYNIYIQNCMSSQNNQNDSEKGSYFANEFSCRKLSCSSHLMFQSRYSINQQVCLLLDIQKEKK
QSNQWYKPPIFILLSIVLGIIGMKQVIKYIKKIIDKVRQYRTGNSIENKNLLKQDISEREKDGENYKMRGDIELTSQNNE
VVIQSPNIQSNVNDKVQKLLNEQISDLNSQSSGSSVGLNKQNSNNNEGITPTQQDDLLTNKLIKQQDDLKDSYYNKSQLY
SQQVQKEEKIKQLKLLQQQQLQLMIEKKNKTQIIQQSKSVQHIPIDQPFNPQIFHNYGGYQGNNIIPPYNQINNQNNQFQ
NQNANNLYYPYNRAINGGVAGGQQFLLNQNILNNPNLNNQNLNNQNQNLDNPNLNQYNQNIQQEALTAQPIEPIINGQFD
VGQSVYIPQQKQNQQVNNNQIIPANNIANNNNNMIQNNFYQANLIQNEKQNNNQQFNNQNNQGMKNTHLNITQQLKFFQW
ALDQQFGFNQLNQVPLPHIIGDSLFQKSQSNLSNSNQIQQNQSIPGQQQLQQSLSSFQQFLSMELGDSSSYADNKPFILS
HSQIEKLTQTLHQQYEVYKNSGINNLQKKEESELFQMFIKNELKSDLVFNQANEQFQQVQDDLKSTAVTSAVQPSSLMSN
SQNQGNQNQQLLVYEEQKQQREENLNKKYNNINIGFQKQRSVEFLEDTQGLNTIAKINSQNHPDNPNKTSKNASHNHTLS
KEDARLCQICYQHEKDSAYKCGHRYCYSCALEVKKKFGKCSFCNFEIEDVIKLYD                         
>Tthe_XP_001030825                                                              
MKKYERKQRKVLIIIDNNKQEKRTNESNQFDKKKNFQIAADDVALGLIKLIHSKKESINMDFQKLREILPKDPLIWSQED



VLEWLKFIGLDKYAPQFKENTIDGSCLNTLTSDDLQNHLKIDNAIQRKKILNWISVGIQTYSQYLKTFQEESKPNQIVLS
ELNQNSQQIMMIDKIKANNYKKMQSFEETNVSNRQSIQNFANEDKYLFEMNTNNVKQSFNDKFQGNAYKQDNQRLRLPVC
NSKLDSSSEEDKENIDEYTQAVDQQNLEVNNNTSEDQTALKNVLIIEPVEGIQTNFFCVKEDGGKIGRHSSNQILILEES
ISRYHAEIVYQDKKFFIKDIGSSTGTFIKVKDRVPITLGMLFEMGSFQFEVSDLDFENQIIDLDILEDSKPTNPKHYKLE
IKNSGDQPGFVSIGRKPSNKIKLPDDQHLSNVHAKIYFMNNQFFLEDNASTNGTWIRLSKEGYTSETWEIQNNTIIKIGS
TSSYNCRFDHEVQKEALNDACFICFSQDKDAVFLPCRHNSSCIKCSKTLQVCPICRTKIEDVVKIFKA            
>Tthe_XP_001030781                                                              
MDLVVAGGIAAASLIPIFRLQSDIKSIQHTLKEMSGLPTYSPGELYHLLQSESDGGENLKGKVFLQGRIDARYPVKSVLV
ERDLIYRKFQVDNIYSNDRGSKIIRNPKRGLLSFTQNDSNKIITESSPYMDLYNYTEKTGITNQMQQPNQFKEVSVRIMK
NLSANYKYALQLIMIKRFFKKLNFAENAIIIVGFLIEFIFSMLHIKIRGRGIKIGFQEIEFGIPIKTLITVFGEVIFNRK
TGKLVMKKPEFFFNSDARLRSDLKNKIANKRILLILLCIPLFFSGAYLYQKLFRIISQFIRKQRQKKEDQLKKMGSLELD
NLACKVCKENVRNIIFKPCHHMTHCKQCFEELLKQNMQASNNLGSHISQLNIPQDIECSICKQHVTSIVEVFVSQSGWFA
QLFSFQICKKHDEAILLFLHPESKIRKD                                                    
>Tthe_XP_001026913                                                              
MNPYYSSRISDCRGLDDIPQSVDTSKRCLDDRTLRNDTSYLINQNMQNNLTQNINMNNRTYQDNSNNGTFIIQNQNEILE
DRAISYINCSFNQPCFKKDNGDDDEEPEQPDSPPQNEREIEVVDNNICLSQQREQDYNQQNRYLDIQNGELNIRQELNPP
INFLQNPDREDLDQQIELQSNSQISNVRNNIRNNDNSSLQQNESRNLQQLHYQHQQQYLRRLIQSRLNNQNNQRQLNQNQ
PLPPLQQNFLAIQQAAHPFNSLNILQQQQLLLQNQAQIQRLQNSINRYSQNAANQRLNNSRQNESAQRYNQNENNFLSMN
QRNLQNYHNSLIQQKMNLIRNQIRQLQRDELSDQESVNQNQLENQEQEDQYRQAEQLNEIIRNTRRRMNEQNNRRSNRVN
QIQLGGRVQQVIELDEEDKVRAKIVFKKALTHLVILSIFSVFILAVFYLNFLMQGIWLVFFFVFCFFTGNKISIYKNLSD
VLSFRTYYLVACIYNQNLGKHEQTLTQCLLFSVQFDSIVNWSWVSIFLPSWILLSSLGFYIFGLTILFLCSLYYCLVGQT
DKYQRLMWCLMVSIHVVGNSLFFLLGLMDYYQEGNIQTLRYCSAALITGSVISSIYTVACSDDLEIFIALANSESLFSGS
HQVHVEGANQRDEENQDNNHDNQSNNSNLEQEMQVPNLAPPNFPLPQNQIKPKKVKIIKTTKQIPSSIPQFLIRFSSTYF
MKSDVNKEVAAHLEQIRNQKQNEEEKKKLSQRNSETKSKQNRPSTISQNNAFEDLNLPKTSQKIEGNMQEDLPQTNKENK
QTDRSRHDSKLTSQPSCQQCLVCFDNQPDSVILECGHGGLCNQCALDIWKKTGECYLCRQTISKIVQIDINNNQGKYKQV
VAVSNMHEISQDQEIMRLSNFIQENAIQQFQQLENQNEANAQNQILNQLNQVLQNQNAGQDQQVQQQNIEPQIQQQNQEE
IQQNNQIQDENQIQNIQPQIQLNNQILQQGQQDFQIQQIELQQDSNINLQQNALIIEQHQISQQVQQNEPQQNEIFLDIN
QNVESQQDRLQVNQQCQKEDITIIQYDEEDEEIQNPDKRNHYQDTKINKVTLSSYINQQNFQADFSSINLSDYENIQNSI
THQKNGNQDDISQQTLSIEQLEKQMEEINKQDNLQNCVSNYPSEVNSIKKPEQSACFSIHEKQKNSQEKNQSQHSSEQSI
NFEECQKQISEVQLSQQISSQNNNAAQNVPAIINIKRISQLDNKIEHDNEIDEQNLNQHLQLSNQNGIQNNKECQSIQFD
QQQNQIVKNKEQILIQSGNGKTISQVDDKQNNSQKNTQVEWDIEETLQSTNRSVQTKLYQSGHYAVFQPKKSDGDVTSCS
QSSSDAQKIQILDKYMSKYFNSSPEDQVFCQTKEIFAVNNNKVNLQTNGDKQDEYFIKKQDEIVNYASENKENENNPSDE
DPPLIQRIIGIDQKLNNNNNNNLEEQNKVQNFLNDKFIQLDEQHIEQQVSNCTIDKETQLINFDEDCEDD          
>Tthe_XP_001025548                                                              
MSSVSDAAYIKQIVMKEKLYIEELKNVQNKYFKLFQAYSSDREEKQIHPRNNSMNAYTNQGSIQKFQEKKHFEGVSIEKS
PYKYQINNKQKVENSLSKFLSKFINKSTKQQKLDRQNDSRISLSKPGTSSLRKLTTVIEKRPNRETIKKLLRYSYISSLS
QPSIAAIGYYFLRVVFNLLCRSYKKEDFDAEVELSDGYQLIQAEKQSNSFYFIINYWIFRVYIISQAIFFSLKLENYIDW
SWSEVFWIYWVFFCIIIGITLIIFLLLVVKICDFCGGAKTELIETNSSYSVLTYTDVLTDLDRANNTIGKTTEQMYEDQL
NLKNTQKSLVPIIFQVVGGFCGQILYFLLLRHQISAFVRLIMFEYGDQQEEEDLEHQHQQEVNEQQNQANNIRDQRAPPK
KVRMAYKSKLVLEEKEVAPTMNLPQFVSKVSSTYFKFLMNKKDAQNEIKQKQKSKPKKQKPQQVQVNSPQNATDERSMKG
KSYSKRSLNRSATATVTINTQGNVNTQADMLHSSRLNTQDKQFAENDFEDVFKEGSSGSQDKKDLRGENNLKKNKKALIK
QKFNEIPNFISPKEKNSIKIQLQQNAFDNNQDDDQHEPNQNQRRQISMANPNNHMNAISIGKGQKDLNMTAPFVVHGAHD
HIKEEEDEHESYFQDRKNNQEMHNKEGISQNECVIQFDEESQVQTKNGLDSSRIQSQQQSVSTCLVCFDATPDSIFNPCG
HGGLCYECAIDLMKKTGECYLCRQKIEEILKIDIESRNQGIMKIITTTKLVKVREKIEISEQEYQYYSALRRNRRQQQQQ
QGIPEQQSSNGQNQIQHPQNQQIQQQLQQAIQQREQQYQSNDHQHQNINQILSQENMDVNNQCQIQQNLVNQNEDNVD  
>Tthe_XP_001025240                                                              
MQENYEVQNIQNNNNNNNNQQDNQNVEINLQNIAIQIGARRNSQNNNFSNDEILIVKEICFLFFCVGVEEIAILEFDCQA
AIHSINFQNLSSRKTDSFLECLSVLLICLYFKYYSFYFSFICIPMFISLLLKLDEVKVEGNGEQKDFIHFCKIVGFIIYA
AIWVQLLQFSLKMDFFIQMQCIRIFYYFFGAIAFRYKSTSNIIKSIELSLRSFKTMQYFMFPRIIQTPQKYQDSYSLVFC
FAATPLISLLILTFKGVITETIKFILFYGENSSLDNQIHQQQDGQQIQREIPGLELFEQKFVGDVIKLNINQKKNPIYLS
ININKNRNESNSKQKELLKEFKCSIKKSVSVDIQKEELRKISQAARHLLGPTIPTLETDIAENKATINQIPFKFPVLSNR
LKIENNLEKIEQNQFLNNQEIQLSKDFHDIFSEKNINGTHRKSESCAFRKEDIKRNIYDNSQKQEEESKNTSIQNCLVCF
ENQPDTVFMNCGHGGICYECALLIWKNTQECYLCRQLEYNSDNKDNVMKVLSKTIQANQLC                   
>Tthe_XP_001024764                                                              
MSTIYSISAIDRQNISMDASSNQNRQRMMHVSNLNDTVEQIIGQNQDELIDNNQNQNLNIENFSNRNRNNIINIINFSNQ
SQHPQISRNNQQENLHHQSQINVQIINQLHPRNQSILNNSRQNQNVEHNEQIIQAQSQNQQQQYPQQQQLQQNLQQQIQQ
RRMQVLSNLDVVENDALIYQSMETYDQWFNHMIANQAIVCLTIFLILSAFSTYQLDPIFPIISISVYFLLDIHKLLKQLK
KQYELLQIEIFEDMTFLLSGGVLYAIFIIIQIINVSLKISGDIDWSWSEVFWVYWVFFSIVCGLIFGLFMMSLTKLCQVC
QGQAQMFECIIWMFYTITSQSINSCFAIISIIDTLENNSTEQIRISVIFNFAIGLSQFIITAIFNASIKQFIKQIVSEDS
EQEEAQRDAQNQNIINNLNNNSGIILNHHLHLLNIRNQNNNNNNNNNRQQNQQNPQNQIQNINLYDRRNHQQNIRNKVSK
PPEIQFKRISVNILPKFLIKFSNTYFKQYSESKMQSVQNSHRKSEKDSSQQQVEADNISNNQNIDQINANQNDQISSSSR
KKYDAVAAESLATQLNQCQGIKDLEVITLQNDDKIIVFDESEDSECKKSQENQKINENNALDISQLSENIRNSKESKQNK



LENTIKNIPVFEIQFPASMKLIDLPSIQKIRSEINSARLEQMQQKEDISEQSTAKGEKQKSNRQQIHQFRKHECNLYLKS
CQSSFREKETEKEIISSLTNQKSIECIQIENIQPPNYEQTTCQNQDQQNIISVENANQQADKKITEEQQNPNNQEQKTEI
KQESNKTSTPQNQQIKEEEEQNCLICFQNSQDSVFMNCGHGGICYDCSLDIWKITGECYLCREKIKQILQIDLQYKKQKN
LVKILYITELTEESESESDSEQSD                                                        
>Tthe_XP_001023038                                                              
MSSNNYSNLNKNNYNLQFHANYKPKFLEHCDFELDYINQNQNHDFLQKSEELSQEINMFLYGTNELLKKKQSLKNDEELR
VRSIWQKSDSKVLQQEKQQHLEENKQESKEENSLSDDSFDEDMLLEQVICCESEKDMIQFIEINEMRCPIMKPNYSKLYQ
KLKKRAVMLMSILKKKYNAQNKENSNNKFKDYEIKNKELQFELDKYKNVYNNLNKKLTNQYGKYATLEGQYVQLKANLEE
LENQNNFFNEPSVLKIDLQKLIQLEKKTQKTLQQISEKKSEIIEQLQNRIKQQHDSHKSMCVICQEKPINCLLQPCCHAC
CCDDCAQGLDQCPMDRQLFTSIKKIYLS                                                    
>Tthe_XP_001022649                                                              
MSSRESIYLFLFKITKDDELSQENINLQNEINENYQNQSNSRQQQQDMSQNNRRRNQNQDDVQDQEVEESQDESSNQSQR
QQNIQNENVANPQNTKQQKKIKIVKQQELNTAVSQGSRNSISKQNNKKKQPQPSKEEIQKNIIINCKSHSFVSPREVLSQ
NNFNFKDLNQELRLQLSTKRSRVLQTKMELSTRSVAKSILLPLQDPQLKKMAQDTDKKYQNFLQSEKGVEIQKIIYEQNL
NQEVNDNQKNINFSLEEIPKQHFNIDGPVNDSQIQKDQQGEQSNIESNNQDITLKSHNNNKNENQSNYQSQQSSNVIHDE
TNKSNNITKTGKNIKQYTCDQDNLQVTKQENSIGNTCVVCFDKTPDTLYMPCGHGGLCYDCAIDILKKTGECYLCRVEIT
EIYQLDIKQKKGKNYKVLAITQVLEDVSNLSQSQNENRNTNQMIPFEQINQQLQERLQQLPQQNEMMSASFHMGRQVNSP
SNNNTANRNFVFQQGAQQTQIGQLIQIEQIQLQNNGNFQISDKYLAEDIEKSFQDQYKLPNTLNIHQNYFIQNEEIQFES
NQNNVILDQLNGQILMRPTQTSSQSPQNLKDNASNFLIKFDSIEENTLKKEQPEQQENEDFEICSSNESPQLNMNLFTQN
LQQKNSTLLNQIKTQQDQFLIPQNQSNETMQVQEDETNTTEKSVQNIQNKENLIKNSTKNNTLAEAPLNQIQKSSQEEEI
QLPTENS                                                                         
>Tthe_XP_001021772                                                              
MSSFDTDFVRKQFQQKIQQNTQQNIDPTQANQNAQNQQLNDNDNDQQNDQQNLQQNEEDEDKEKAENKSDKQIEQPLFIP
RFLEKLTNTFFKKTDPKMNPNEYFKQKQKEKQQKEEQKKQKIQPKKQQPKKANKNDEQNKQSQIVLQNSNNSNTKKNMLD
KNHGRSASSIVFDYSSFSQSSGNKFGFANELLTSLKKGANNIIQNMPFKRPSQNAVSLAAQDNINNNQNNNNQILLPFTE
SDELNLNQNKDSKDCVLEFETQESEREDINQKNGIPSQRNKEQHVSIIENPLQAENSQNGTNNTNNQIQQNINIQQNNNK
KLYQNQLFKNNNDEINDQQQESQQNQVELIQHNSDDEGQLNTIIEEKSILDQTNNNNIISKAQKRERNLSQCDAYQNNQG
IPSIQNIPNSPKNYQFGKTQNNPLISSYKKKDDEVLLQNTNAIANSNNSNQHRRFLSAQLTSQMNFNRQLSLKNENQDST
NKLPLPPFEEESSICDQSQQSKCQQDQSSMMSCSRMDKSTNTCLVCFDKSPDSVFMDCGHGGVCYDCSLEIWKKTGECYL
CRLKIVQVLQVDLKSKVYGLMKVISSTQMVQREVDESEQSSQPPLEEIEEDVQEQD                        
>Tthe_XP_001020870                                                              
MSINIEPIGTQLIDLSQQVQEIAQQTVVVAPSQLEGQNIQINQALPVQQSTNTRVSPQNQNQQRAVNQDCNSTTPPTMRF
FVIIATIFMGLYSLITYLINETKKFILSPITKLFDGQCPNHQPDDLCLDCVYCQQARPLPGRKYSEKECCICYNQIKNKV
IFPCQHSCCAECAIQCWENGNNKKIKCMYCRKNIDMIYRDFQAEGDRYLIEIRQKIRQYNSTFAPKNRSVRFIFFLIFLY
SQQYDKIHIQVTKQILICLTNQQIISQYLLIITYLNKKLYSKIRESPFLFQRTINFIFTREGIMYMLGHMCSSHFFIVGL
LYILSPLDFLPECIFGIFGILDDVVVLGILFVLLTNFYYRYLLRQDQENSPHD                           
>Tthe_XP_001020373                                                              
MQVNINNIQGLNENQAIISGHALSPQNQVNTNLGLVLDFRQQDQKLDKKRVTITNDFSMNNYSDQKKDDSKMNTDRHMND
RLSISNQQHQRTDSIQNQGDQYNMNYPSRVTEVAQNTEFNPTLSDNNQNEQLEQRLGQQQQNNNQNSNQENMNDEDKVKS
LMIIKSVIIKSMNVYVFLIFYSAQMIMDFNYKVVVSILLLFDLFSIYTNFQKYRLNKKVDIDEYQTEEEIEFRYEYNKYL
LLKVIEIIVFFIFKILLIIRFDVIYINLVLVTTIVFVFVVFKILYMFKLKVKEYNPIFNETLFVSFQALLVSLKVEQTVD
WDWVHIFWPAYIFLLTTAVITLGLIFIIITKCYFCLKRSSQKKIEIIGLLWICIFMVSFTVTSIMFLKSFIFTEDYGQDD
SMQVVLFISLVFLVVMLMFSSLEWNQIIQFVYEISIIINAEEEEDIEYVISENPEQQKKAKNKSKRIKTVNPTEQDEQQN
NIPQFLQKLSSTYFSAIANRQNVQNNLAKNSSKIKQQIKDQKEKGTRHKSQSFMIHKYEINHSVDFNKKPIQDINVSISQ
RNQGNSDQNKWKKIALDTNQKFKKLIDTPQIQKLSQQLNTHVKKKLFENYSESPKNTRVCKSNNVSFVGHQDSHRGNKKI
EQSVIEDKDIQVNAPNMNDQSNVTCVICFDNAPDSVYMPCGHGGVCYECSVDIMKNTGECYLCREAIKEILRLDIKEKAQ
NNNFRVVALTTLVDESIVEDKKQNKNQLNNIHEVEEDNHD                                        
>Tthe_XP_001020372                                                              
MQSQYQSRQHQHSNQFQQQFYRYSPSHQRNSVSHLQGLSRSRNESLVMMPNNQRNMSIANYTINNMMSPNFGDENRLFAF
YSPSNRDLMSPQGLNNQSNSQIFHYMGQSVNNRNNNSQNIMQQYAQQYEDQQQQNQVINSMRNQINNPLQNQENPCFCGQ
SILLALLLVSNETFTFSANKQTNKQKTKNSYNIRNLNANLNQQLNQNIGAQQAKYYSTDQQSIILKMHLKQYFNFTKLVT
CYLILAHIQKGYLNIQEVDENKQEEHSNIWRIVETTFSILFKFTWGFKIFFVGQIFLISVKMNNKIDWSWQDVFWPYWVF
FYIMIGTNSVFVILLLSKILLKCLGQPVQSFEIKGLFWFFLLSNGLCVNSTLFVRGAVNRLDHQSNVQFLLPFSQFIRYS
SGKAYEREDTEGDENSQKNTSRIGKNKKKKNKNKGNESNQQQQQQQDQDGQKSNNQNKRENEGEDDEEDEEEGDEEEEDD
DDEENRQRNPNDIYAEDEDYPAEQQYPESQSGRQNQGRSRNNQANISQQNNNQPGQNNQNGLPADQAQKPKPKKKIFKKV
NLNNKNSQKKGFPLFLEKLSSTYFTALTNNVMKSKREKDQQKKELPSTQNKLTRANTQLDKLDKRSTSQIDMDKSKDCKE
EVNKSDLQVNKKKKKGKANLQNKIDSPKGLSDSMGPVDISFNENGKTNAAQFQKSQNPLQNLAYETQLKFSQLISSPKGQ
ELKKKEFEKKMQQQSNKELAKLNVKPKEMVKKQKSDSSQISQKSYKENGDESNANCVICFENEPDTVYLPCGHGGICYEC
GMDVMKKTGECYLCRHIDFKSTDAQKKIIAITAALEEKVDIDADKSIINASQINGQNSDITDRSVTMTQNQIENNVSQVN
ISQQNPRQVQQINQQQQTQNNQQSLQNNLNQQQIQQVQSLQSQQIQQQQEPQIRNNQGIAFFDYQQQQLPLQSPHFNLAL
QSPNFNNIQQLPEQIQEQINNNNNNNIENINDAHSEINDQNNQQHQQVSQIALVNNLYVSNISMLQRNNSLNSNSFDFVI
MRRQKSNNNSNNNNKEQNYEDNQENNQNLEESINNNLQQGTNLRGTNNNFLINFSQDLDKSNEEDS              



>Tthe_XP_001019932                                                              
MIILFILKAEVTNIRCQLITEKEIEWVILVNNKSYYTIHFVYSDLANQKILKLNELTLLKANIKKDNLDHTFQIENIDFT
IKYNKDQKQFQLLAYGNDIEQYSEENIKKQSFHKSATHSYSVGNQYQQPPIQNQYNSAQLGRSQTYSQPLQAQQAYQQNQ
QQAFKPNQQQVAPQQMMLPPEKQIEITENLVQMFDDVIDSCKLNKDVIDSEDLRELKKSIQIYQNSLTLCLNMNVSESMM
DKLLKIIERINNSLRYYEKILTREIVIDNIDFGASRAQFNKQNNVAVAPQNQAQNQQNNNNNNDNLLLHNFSDSSNSDDD
QKAPQQINHNYPQQPQSQVLFYQNQQMQKQASQQEAQSEALQQSYKQPNKMLLPSLPPQQIKQYPQVKLNEQLSPQPLNN
SNKINNIQGQKQDIDDENMCIICMNEESAYTLIPCGHKKYCGACAEEMVKQKQCAFCRKPCQQSLRIFD           
>Tthe_XP_001017973                                                              
MKCIILQMTSMSQNYMIKQIGYNSSLIRLDSFESEKDMNKHSKKNDKKSLFLKYGPIDGNIIYTYGIDAKIGKKGSNKER
TYTIYEEEKLLNFLKQQDIQRRKSAEGSQFGFLNKRIIALDNLAPFHPNYKPPVKHGQDKFFQDQSPSRRIKDSQKTRIH
QQRESIDMYGDNKMQKRLSAIHKQNILSNIVNNTNSSSNNNKIDYVLNQDSKVFSDKIPIIALSQQKRNSRNGAFLKQIP
SNTGSPTNASSNNNNNQFHQTQSSFVALDKTPSKSTGNQQQILNDNPQKQNTDKLNFSSQENEIQESNKNVLNQRKKLLN
EPQSNQKTLISKSRRTHTHQDLSDIQNNTAVSQNQKLNQIASNKQLKTQGKDDNSHSSPTNMAAVFFSVHKNSTKQSIQK
YINSNGLSTTTTLGSTSFQEKVQQEKSLQTIDLTKKDDFRQTVANNLKKEKLLPLNLTDKKQLKSSQQLFSSVYISQNPL
YKKKINQGKRVTLPDIHFQKTSPINQQKTLKTISQFDQKDREPLIQKSMESTNNIQSPNNKSQKFDTTKKIAKKIDYKNG
ETQALSKNTENSETKLNFRKQSLKQLKKQEISNSQTKKKFIRKRIEKVAIMGGRNSTEQQIPPQYAHLSQNSRNQNLLNQ
LYSQNQLNVDQYYHNQGYQGPRQGQLRGVNTEIKVQKTIPIKAELIINKNSLKLQKVSDKLYYLNFEYSFDVEADVSIFY
GGLDHIDDKTNTTQRIENKTGEKLGNNTFRIPPGKNQIWDGSKYPLDLSKVSKSQLLKFDGCFQFPLIIKCEKVDKSQEL
KIVYTYCTIQENRNQGLGIMIIKSKFELNNQGYWTEEVYGIAESGLNQNSDKDCSICLSEKIDTIILPCRHMCLCYDCCQ
DLKTKANKCPICRQSMSNFLKLVQYKEQNPQWNQQQSQNFPQGQQQQGQYQYQNQGQYQYGQQQPYGQQPPQGQYPNGQQ
GPYGQIPYQ                                                                       
>Tthe_XP_001014141                                                              
MKEKETITDRQKDQSLASRNMLMNHLSNQNESNLNGLPIERLENLINSPKKDMIYQQKTFNQTRHAQLPNNRVGQQRNSV
KSDQNQIYCPSVKSFNSDKEQQTCLVCFVNQPNSVLMPCGHGGICADCAKDVCKKNGCCYLCRQEIQNIYQLESGNNNNN
QGKYRKVIGITEVRRKQKKKRAVDSTNQIN                                                  
>Tthe_XP_001014138                                                              
MEASSSVNPSFQINVRLDLIINNLIPFFQKKRSVLSPHSQMLMSPDGRERSINFFLSQRFNVSQNTERQINNIDVDNILN
DVENQIQQYTSRSNCRNNQYLQNREILDQQQQMRDLQFQFSNENNSQPLNLQQQNFNFQVSNMQQSESILKFTTTNWYLS
SILFRATEKIRLLKKYIQNNPDYYDNNSCYQYSIHLKFCSLDNKLKQFNHLRNYLIIERSLHALYLNTQIKKFPNLMLIF
YWPFVHIMGWIQRNIKVDNDSEEDDYQVIYALMILLKIDSFVQFNWVSIFVPTIIILVLTTIICIQTFYYLLKNIRKKNP
IVNSLQWETGLLISTYACSWILLIGVLLLLQSNFQSNFLEKFKYLTITYQKDMILASLVTNAIVGFIMIIFSKKHSLDLI
YFMSDCPTPQEMIKNLNTLKVQQQNQQNVENQSNEIEQPQINQNMQNDQLNESNPQKSHQVINQISQFFSKIAQRPPSYL
DKNQLLQDKKKQKEQEKEIKKQKQKIEQKQKKILINKIQSESQIDRQEQKDSEHILFKNSNIHKFKSLTQLTFKNQNQNS
QANLQIKQFNLNQNNLQKENKINEISVDCSSSSKSESNNDNLKISENKNESLNNQTSINTNNNDLSKSAEGQKNKRSEVT
CVVCFENPPNSVFMNCGHGGICKQCALDISIKTGMCFLCREPIKQIIRVKDTQSNKKYQEIASIIYIDTNPDNK      
>Tthe_XP_001012643                                                              
MSQPFQMENSFSFQGSNQQNIMESMIISQNCSSNVFINTDKQEKKDYNNVFDFKDNSEANIEFVTENQVLNVTKNQTQVV
EEEDYHRPITVLQSNIADKLDQKQYNDLGDPEIIDNSTYVTKILKCIQLKLKQDQQQQEKMNLPDQIYESDGAEEVKVGR
SKLSNKIVISDELSSISTNHASFYWNKEKQSWYLNDNNSKNGSFLVIDNSPIKPNDRIAIGLFQCTIDYSINFMITDFVL
TFKCMVDDSIEPFQITKSVPFDEKLIIGKLHQPQLKDDPMIANNQCYIQFQKNKIKIWNCQEADYKIAKIIQPDKSVKIK
DQDIIRFGLVNYYIFSQFVKKIESKQSRMLKCLNNEKNLDTITSISSSIEGEDCCICFMTSKKICILNPCNHSRICIHCV
IKLMESKKNCPICQCQFKDFKYKE                                                        
>Tthe_XP_001012623                                                              
MAHKDSYYNLDKSLEFEINLAKFSDTSKQKNQNEQNQQKFQLEESFPISFNSNQYQQGSDSDLNSTAMPSSDKQTPGYLS
CNVLLESIPIHTYSDTLKNTSNQGKLAQQLDLNFNAQKFNDSSQQQSTASQCEKEEKQGNQFYNQDILESFPIQVNFQKV
EEQQLNEKSVLTNDCSSSVSTQSNFSENYFKNNNSNLLSYQPQSQQQLRQQSQQSDQTEPKGKQNKQLCNSTGGIQNIQR
GQGLAGTQIINEIQKSESSEDESIPAQSFDPDIISNTNHKKNKQYIQNFDLKLLDQNNKPAKVLQSEGKQKVIIGRQATG
KPNPPDIQIDCNTVSGKHAQIVWKPQKITWCLSDEGSTNGTYLIINNSPIKVDDEIMIGLHLVKVVKITKDFPIQVELLF
ENSVEDTPQFTVIGKVDLGMKFMIGKNHQKQLESDFLVQNDHCFIFFENKKLKIQNCENVQYKTAKKLDKTKQVDLSANS
VIRFGFFNQYQFTPYTKVLEVTIEVPGIQKQSSKKEKKCRICGKETQTLYTLVPCSHDQFCQFCALSLATCPICKKNVTD
FN                                                                              
>Tthe_XP_001011808                                                              
MNIFTGIKNKIKESVIEEELQKREKELIQRYQEYEAQLEKEYQEKLQEQVKIIENQFIEDMNQKLLVLCREYQRFFNEKI
EKIESVYQQVNFQAEQFNIFLQIQIEQFEQKIKDYQSQHQYQNLKQQLIDEFKKIYSKEPKDSMLKKMFTTNKDIQKNLL
MFDDLIKEISHNKLDSILKIKQKVNIDSFFQLENKLLREIRNQYINDQQMESIKNHYINTFECCVCLEKNKVEFVWSGCG
HTNTCAQCSKSLKACPICRKPGKLIHLYIA                                                  
>Tthe_XP_001007068                                                              
MLCSKIWSNTYTGSRQLKTKNNFESKFGLICLKILNLLKLLAKGIFWVFTLLLSLCCTSCCTVIGISQFLDNHTLTWIFN
SLYVSCSFLGFEIFVFFYLKNDLKQFIKNIFFDEEEQVQLDSRRQQRNNTNANFQYSTFNIQNQLPHINQIINNININFI
HNYQFYSHQRQSYKQKTKLREVQVQGNLNFPQFVMKCSSTYFKFLNLKSKNQKIVPINQNLEQKFQDQVDIEQENKSQIS
QNQKENNQNQVQNERVITHQPIDSEDQINRKNYQDLPHFSNSTTDKRLSRDQYKKLLISKLFQNNSYQVCTIDDMPLNSA
KADNEIKTSRNYDKTNVNLEIDYTHRQQLKKLFQKDKDCFNNKIFKKRNESKSSLNLECQITQENYEIQNKSLPYISNLV



NVQSQQINELDSLNDQIRSAQIIRDIEQQFNKENNKIIKFLSQNNDFPVSPTFYDPKLESLNQNCENSKANNIINANTNL
ISNSNSNSNTKDNTNANTNTNSQIDIKSSTSQQIICLVCFDSECNSIFAPCGHGGLCYQCALDVFKKQGDCLLCRKKVTE
IYKYIEVVEENSKKDQPHKYFQIQTITKYLDSNQNSMIKKQRLQNKNSFKNTVYTQGEIEQQIQQYSFCDFDDFGNQIIS
EQQVQNQSGNRNLGIQNSSSIQSNKEQSLSQQQQQSMQSSLNVISPLNSDRERQKNSNIKKYNDIIQNVASDNIQNRQLR
SITQQSDSHARFISDQLQIQQELFVPQFLIDKDLQPNLILRQSPQLINYQKVNQEMATTQATDAFLNSQSQHQIVQNYNQ
KSQEQNILKQQHSSELNNVFKQKDNKSKNINIFSENLNFTSRQNAIISNQNYINHQKKTSEKSILKDCNFDNQTDFLQRQ
NSFSKQ                                                                          
>Tthe_XP_976621                                                                 
MMRNRTIFIIFFLLLAVTFLQFFKASSSLTDSFSVYNKQIASDVPSNVKILQKINLQDDDNVQKFQFIEPLKLCIIVTQS
RLLVWSIALNQLLTDFQYQIDSINARNTLDYNILIENANLLLAKKLVLIALSKQEKKVYIFQYLLEAQQYDQIKIVQFVN
DTTLGQDKLSNHLQFKIEAIEDLSLVKTITHKEIKQQILVQIENYSFGNLKFDGEKISLNLINNVDLDEKDNLSNQKIES
IQRFSENTYIVQKGKNYYFSSITNKLNLIDPLFIPKNSKIISIGTLSNKIYKYLIYQESDQLKLAFLKSNNGGIFQIFNY
TNLSLIHSHSLQNSIYLKQNMSQLAYKIQLNCQKQICYEEKRNLINLPSNEVIYIIQEQYLNSKIYITSEQNQIIVKQFE
NETNSQDSLPQNKQNFLGDQIRILDTSGSEQNTTQTSDENSDSSESDALQIVQIVLGIVGAIVFLFAVVLCIRKYRQNKF
KQQQLNKQQIEANKIQQPTQKTMQTQLLQIPVGLNNPDLSGQSDLRQLHSVGSGVPLQNGQNGYLSQNPALPQQITKNQI
QSNPQYMQNIPSQQQLSAPPALHGVINPSMANPIIQKDIGPIAPQLIPLVPGMNMIQDQYIAEQQKQLLLKEMQLKQMEL
QMREQNLLQMQQQQQQIQQQPQYGDYGNQNIYLNNNIMPNQDAYNKPANDYKKLAAQIEEKQNVKQINSKNGNINFQNQN
NNQLIDQNDTPTQNPDNFKFNQNKYDSNPPLPAPPANNDYDHNKNEQAGQFNYSIPKKGYFFGNQNVAQNENQINNGAIK
NLNNTEVQKNIFEQQMLAIMASGAVPAQADKKPFIQPPMIEDGEQHPKGVIDHSAYNQYNQYNQSQSLQQQKENNKKLIN
TQIQKQNFEDEILRQLQGTEVFQKNKQNQNGGLQPIQEQQFPKFIHDQEEDEQNLHKFDDDQEEENLDNYNPDQKQSVEI
NHINKIAVMNPNLNLNNKANIYNNQKVEQSIQINQNFSQGLQKSQQNNFMEFMKDQLGESLGNNKPVPKFIQSQIEQSLG
MKNDNSLNQANKDGIDINQIKLEQSADQKENIQNNQKPQRANYDQILQKVTDNGQKINGNQGEQKQSQLEDIDSKPTCRI
CLDNPPQVVFQCGHTMCEPCSTLVQKKSNICPHCNIPIQTIIKLFI                                  
>Pmar_XP_002787468                                                              
MPGTPSRSPARSPLGMDDRHGIGQSPQFGRLGGSKRPGAFDTPTTSAPVRSSSTDFWTADDYKAFGDALASALVSISAPS
SPVNRCAPPSAELDSFPKVSISPMVDDNLATHFSKDDESVIPGISEHNNEPVLFDIPLNLQLGSRDDSILGSDIRPRLVA
ASAPVSPIHGSSGRRNRKQQQLLRHRLTVGDSNEGTKIDVSKQLLKTRVCKLYLEGKCRYGKKCYFAHNADELREPPNLR
KTTLCRLYAQGKCTLGDDCKYAHGPKELRATEGVYKSVVCNWWKQGHCQYGSRCRFAHGEHELCITNSNTPVTSRESSPK
RGDYRHTQSEQIPLNINNDGGLIPIPLETHVSNRPTTAIPTRRLVGCNNYCMDDGDMQLVNALVSPVRSRETRKMAQQDG
PSIIPLPRASPMDDYPLYANRSQCSSSSPDHASRQLVDLGSGFSPPNINDENISNTDAYLPPRKLQEFVSSPVEEDTGLG
SGYPADSLTKAVPAGAPSSSTSSLANRMKQLFPCEMCHTGVQMAADPDNRKVFYPCGHGTVCAKCAERVIMRHMLCPSCS
SSVMHTLSVYIPTKAVTTSQSSARMDEPTRIGTSRVEL                                          
>Pmar_XP_002786890                                                              
MPADVGTQICRCGGCRRRFRVSASIQSDTFMCRRCIREGRRRASEVEAEEREKRLNSLNNAPKRVMTLHRVSSHFFRMKS
KVFGIESSSDSLSDTTENHTRSNSRTNFNIRRGFTRAVDAGQVEVPDSEQCKICFDAEARVVLLPCGHGGLCEGCAKDLI
MASSECYICRQPVKLIAKLGRKAVPRANSTVSAISRQVSGMSADNYLAEVVGPDQLHHLESRRAAELQQQQQQQGNRFGV
IPSEPSQSTIRPLQAVGSTGENLSMGTPAVAVEMSQLNDDNTAPLQRTASVTATSSPERMDAADGASTSAALDPSAMPRP
PRLPTGAAETGTLGDLPLCESGESQPEEEANPASSPPG                                          
>Pmar_XP_002784412                                                              
DLLFYLSLAWDGLLLLAQASMPVVVILGYFFWWKGASSEVQERYADWGYRVVRRWAGMKPGYLPQIECEPSNARSSRVKC
QKWEAKSRMVIYNLMRRPLAHVHGGRFIASLLDVEGWSGDATTGEREQQRLTSSDEEGSSATTRKGGRCVICLQRRAEVV
LVPCGHMVLCRECYGEIRSEAAEVLDTCLVCKAI                                              
>Pmar_XP_002784370                                                              
MPADVGTQICRCGGCRRRFRVSASIQSDTFMCRRCIREGRRRASEVEAEEREKRLNSLNNAPKRVMTLHRVSSHFFRMKS
KVFGIESSSDSLSDTTENHTRSNSRTNFNIRRGFTRAVDAGQVEVPDSEQCKICFDAEARVVLLPCGHGGLCEGCAKVVS
YAY                                                                             
>Pmar_XP_002783466                                                              
MTVKPSGGFTPLMELPEVAYSSSSLPTSPGAHNAIVLIVGVLMITWTVLIGLRLVKTVSILRHLQPGISGSSEDWNFSDA
SSEDSNTTAESGHHHHHAKETHVLTVPRMSVYADDFDAITRKHVAQILQASRELRKPPVPIPSLSLSTTLTSVVYIGGKL
TVKTSSPCKVHIATGVSASTLDALLSPASHAGSSGPMGAAERRAAKRHWWLSIMKEALKPTPLPTDEARQMRWSRIVPEA
GVMPPMVEPLAPASRAHSEDDCRLELSASIGGLQQHDGLSFSNSRPDLLNRLLALCTATIDSGSSMDIVIPPLAGEVFPL
MLLLSEPTHAGWVLALCANQTVLGELVVTDDGALKCLTLFGLRPEDDKTCMICYDNVRSVALLPCGHCCLCYRCARHLRD
QKCPMCRTVFDAYVTIPVRFQRSSSSL                                                     
>Pmar_XP_002783284                                                              
MLSARESTSCTALQESLSAMKRDRDVWRDRAAKLETDHNSKIELLQQKLNESQRIGNSCSETMRERLMRSASEVGSLRAE
VTKLKADCDASVAVNKAREERYKVMEEFFSTYQTDLDARQEECRNLHDAEKEATAKMLKMEEERREDVRKAERLEEERAV
LKEQKQCRCLASNESLKSVCHKMASSLVKTQVDLEYKSAELARIQQLLDAEQRHSTKLKERMASLRKQVDTVVSGVDDHK
SEFSRLSQAAKVQELQNARVVDNYWDALRQKNESLGIIQRLTEERDALQKHVQALESAHRQANGASMQENQLAQQSNNNS
LAAMGQCRMQLETIVAEQKEKMESFKSTITMLKGVADKCQADCREKNKRILEVEKTNIRLTRQLEKARSLGSGHVVGVEG
SGQSPSPGAVVDDKAQAMSIIEQEEVRAYRLKVKCSICQQNDKQVALQKCMHCFCRTCVNETMIQARNRKCPLCGQRFSE
SDVRTSLCITSKDDDSSLGEEDEHRRFLND                                                  
>Pmar_XP_002780375                                                              



MTPENGKVAATIVLHVCNNMYALSLILDYPGVDLEGLNRHRVTPLAAQVRADHVDMVEELIRAGAKVAPNNNNNNTPLHL
AVEEELRSVARVLLEYKADPHKKAYDGITPLAMGSSTLDQLDDALLSYNAEVEEIPTSSTEWHGFEERMEYLIGKVRRLK
RQAIEAEAEVRRRQREQRAADGKSTVVLMPCRHMCVCTRCSDRLGSECPLCRDHIKERLKVFT                 
>Pmar_XP_002780301                                                              
MLRNFCCAQDSILRDFPPTGGNAVDGVKSGDENLGKSYGNSAQVDDEDACKVCYERPIDTVLVPCGHFVVCSACVLRLDG
TDKQCPICRTTYQLAQKIFK                                                            
>Pmar_XP_002779873                                                              
GKGKGRDDRDRYDPDYDRGESSRKKGGGTQKIDMPPPLSFAGSLVLHEPIKADSIDKIDEECSLCMEKLIYVAVGHCGHH
SICWLCALRLRWLLNDRSCPMCKEELDTLVLVHRDQYDPSLSINDLIASKKRLVIRDKEQVDIYYGDKRIQKIFHMIRQY
RCGFCTSWDVYEVPQAFHTLGDLRTHLRKQHSRDFCTICLNERDVFILEQYLYTTLNHGADIDRHCRHGDPDLRPPVDNH
PSCDFCNPSGRNDHRFYSADQLKTHMRKNHFTCHLCESMGWRNEYYKDYFALYAHFSAAHYPCEHNDCLAKRFVVFKTDD
DLKIHEVTEHTNFGVMSRAEKRANLRLDLGTSGGRSRKPGQRDDNPNPDTAENYNVKFCKPPRQFYNGPDESTALGQEYA
ALNAVTSDEEDDQNEASDPKRIKKRYPSRKDGHRYDPNWHGEIPEPSLPKPRTCSIIDADNTALPNAAPGGIISDRQEGP
AVADEEEEEEDLMERGRRVLILEAVRIIETDPDGLGRVNGVLFKNKNAELMKACRVALGDINLHHLKDAAMEMRKEQSDE
ALDYFVETAAEVFSLAEGGMQKGAQLCAAMVLLLPIKGLRDRLVERMQVYGGDAILESTRLEHERQARSISPQPRSTASV
TSRGSSQPPTVKLPDTPVPIPDGLLAGPHKRPSFIKALMAVLDADLGEVDEVIPPKQYTKLVQSVQQIDGIQTDTLAEMR
NQLLAVVGSRKDLSWANAEMVIGLRPLAYRLLTPRPTVPTSSDEEVEEEYEYRDPSRRREAEEAAAASAAELQKGWDEFV
QQARRVLHERFNMLELCYMSTYIHLAAGRLQSRGIERGVDDRYSYQEFPLLPGTKPIVRTTYNGQQPRTKGGGGGNYPTL
SAAHAITSSSSSSSSSNTRQQGLWATRNPARLADPEAFPELPKIQPKPKSSQWNAGGKARKDIERMKGLERRYPLLVRPT
KNAPKQSHEPELPGWKCPHSACKEGRTFRGRWW                                               
>Pmar_XP_002779673                                                              
MCSTSTDRVNCQVCGRSRRVPPELMPNAQYFVCRDCVARAFPHLDAGHRDRRQTDFRNMSTASMGEDIDSTLYDPYASER
LEEPPRTAGDAVRSQDRLKAMERAKSQTFEIKRVTSTFFKVNSSGQAVQTTHAPRGSLELSDLAIDDDDGTCKICMEDPA
TIILLPCGHGGLCQGCAKDLVLAGKTCYICREEFTMLAEMSQKWSKSDAVTATPDHEEEEAVEKAEYLGRMIRPDALHHA
TSNARADDGRPLLVAANSVEDDANTVTSLPHNANNNDDDDNTSSTENHILDTMQLADREETILTMDRTPAAAAIIAL   
>Pmar_XP_002778725                                                              
MYSSEPTRVRAYHGKGGGKGRGKGHDRRHDEGDGRRAYHGKGRYGGKGKGKGRDDSSRYDPDYDRGESSRKKGGARHKID
LPPPLSFASSLVLNEPIKANTTDKIDEECSLCMEKLVYVAVGHCGHHDICWLCALRLRWLMNDHSCPMCKEDLDTLVLVH
RDQYDPTISLDTLIASKKRPLMKDKDQSDIYYGDKRIRKICQMIRQYRCGFCTSWDGDGSTEAEREDKWAFRTLGDLRTH
LRKQHSRDFCTICLNEREVFILEQYLYTTMNHGADIDRHCRRGDPDLRPPVDSHPSCDFCNPSGRNDHRFYSADQLTTHM
RKNHFTCHLCESMGWRNEYYKDYFAL                                                      
>Pmar_XP_002775946                                                              
MVMKFATIVCEMRVIPHGNDCEITRATEHTSSRSHNQCIALPASNSPTQTCQEKESAAVAALEKNATERCDEVCSLERLS
SRLLLSNSYCFCFLDAHHDGLWSARSVRETAKEPSRGEDGDVSDDVSIAKEASTDEKVAHLCEICMHGFATVVFVPCGHG
GLCEGCAKDLVITTTRCYMCREGIEMLGLIRRAGGDEVLHPIPPSQLHRSEGRSDGSGTSSRGSTDRGLIEEALPRMEDA
ESPVSMSAPSVAIANGIATFSMSLAIEPITV                                                 
>Pmar_XP_002775276                                                              
MGSCLSSNPPVDIEQVKKFVDGEIADNKVMVFSKSYCPHCKKAKSALNSIGAEYKVVELDGRSDCAAIQDYLNEITGART
VPRVFIDGKCIGGGSETVALKNSGELQKIRLNPDGTSTEVVLNPAGSAMDTSNASHCSRTTPVANGEQLTPVAVQAYVDR
ASFRVGDGKVLFTLICSADAMVTVYMNAMNKYNSASSSRGRRRLQWPVLSYEHSQSKRVSCTAPNTRTTLEFDLEPSTVM
LKAMSEQHWPLIIEVFVAATQSSTLMYLSPTDSHATNVTVSEQIHKLPNGTVVATGALYGLADITKNGDGKTRDTCSICL
TNPINTALLPCGHTALCSDCARLLQQDPVNSKCPICRARVISSVTLDLA                               
>Pmar_XP_002775240                                                              
MCSPSTDRVNCQVCGRSRRVPPELMPNAQYFVCRDCVARAFPDLRDRHHTDFRNISTTDIESTLYDPYASERLEEPPRTA
DDAVRSENRLKAMERAKSQMFEIKRVTSTFFKVNSSGNVETVPTTRGSLELSDLAVDDDDGTCKICMENPATIILLPCGH
GGLCQGCAKDLVLAGKTCYICREEFTMLAEMNQKWSKSEAVITATSDHEEDQRKEEAEYLGRMIRPDALHHVTSSARDDG
QSLLVAAGNGDTLDAAASLPLSGNADTDDTSATERHVRDTMQPQQELSSGTLASVDRKAGTAVIAL              
>Pmar_XP_002770952                                                              
MSGQKPLHFLRQTPWWREVESFLESGKDSKALPKTVNSAERDVIRQICKHFDCSFKVKGTGIQRQMYLIKPDFSYFDRVE
ADQAASQALALHSRGTDEQNDAEAHRKAIATLSATINRLKDMFVDRSFRFGQTQITMARDERKLEIATREADILRKLVAA
YEGIVHSVSERFAGAVKEIDMDHINALQNEMSSLRARGRETTQYSLCVRCSRASVTTAVSPCGHVFCTDCAKRVYDDGKC
VICRVKTVERAKTMEPSSKLSEDSLLSWQLRQTFLTAAIPFVGFGFLDNSIMLVAGDFIDAKLGAALGITTLAAAALGNS
IGDVSGIWLGSTVEAFTHRMGLPDPNLTKAQRMLHSVALTKTAGNVVGVLIGCFLGETSDQNVPSDVAGRLSSVAFTRA 
>Pmar_XP_002769310                                                              
MPFQYGQGIEGFVEDPERDGGVPSISPAEIFHARLEMLSLQRESRMAPSVPSAPRESHIRCLDSILRDFALTGGNAVDGV
KSGDENLGKSYGNSAQVEDEDACKVCYERPIDTVLVPCGHFVVCSACVLRLDGTDKQCPICRTTYQLAQKIFK       
>Pmar_XP_002769108                                                              
MGNSSSRRGRTQSPQHSQQEAEQQHQQEQQSRPRRQGTSFSLWPTVSWMGISRPTMRDTTNSTQQQQQSSIVVQSRQRPP
AAAYQQQQRPVYVFRGGRYVPDPTADPRPYQAPFSPFSLVQTIPEIKQTCVVKNPCNLRKDTIKFIEDGTNTPPKLCFMV
DTTTPCTVRLHYFVVGDASSHTTDIPEIKGVRTYTYDLPHAGLRQKIITNDEVQRIDRRQPLPAGWSSTAYTKGSHRYPA
VVEIMSKSNSNGNSKDIICTGQLTYLSFPPVEGTELMMNVKVLKQRVLFSTQAYDMHDIYGIEAPQSAVHEVVEQIGDTV
EGKIVKGGGNSPSSSSEEESINGEAAPSPSHPSPGHYDDEADAMASECVICLSEARTTVVLPCRHMCLCNDCAVRVQEAN



PGHVSAKCPICRQPVTSMLQIAASPSSIIRESTS                                              
>Pmar_XP_002765379                                                              
MYSDQSTRVRAYHGKGKGRGKGRGHHGGEDQHDHDNDDDNHVGDRREESAAERSYPVDDEAPRRRAYHGKGERRGQEGED
HHQTHHRAYHGKGRYGGKGKGKGRDDRDRYDPDYDRGESSRKKGGGTQKIDMPPPLSFAGSLVLHEPIKADSIDKIDEEC
SLCMEKLIYVAVGHCGHHSICWLCALRLRWLLNDRSCPMCKEELDTLVLVHRDQYDPILSIDDLIASKKRLVIRDKEQAD
IYYSDKRIQKICHMIRQYRCGFCTNWDGDESTEAEREDKWAFHTLGDLRTHLRKQHSRDFCTICLNERDVFILEQYLYTT
LNHGADIDRHCRHGDPDLRPPVDNHPSCDFCNPSGRNDHRFYSADQLKTHMRKNHFTCHLCESMGWRNEYYKDYFALYAH
FSAAHYPCEHNDCLAKRFVVFKTDDDLKIHEVTEHTNFGGTTLSAL                                  
>Pmar_XP_002765201                                                              
MEDCKISIRAALLPCSICLDRPGDCVLLPCNHGGFCQVCSIYVGCNLAVGGRHCPKCREYIDQIIRIGKIHEMELKGNPV
ALPMPLADEKPPEAAAPVGIERSKGNRRQEAPKRGTTTTTVGSSSCNNTPNPSVAGDDDDIDGDTNKFSRSN        
>Pmar_XP_002765199                                                              
MPTFLRKLSFFKCGRKDRPSTVPLVAHGEEGDGADIVMDGIDIECGICRASRKIPEEANNFLCEVCESVNRVIVYPLGDR
GVDVVEDPSCTLPRQRGAVHGFQLSEDSQKAALLPCSICLDRPGDCVLLPCNHGGFCQVCSIYVGCNLAVGGRHCPKCRE
YIDQIIRIGKIHEMELKGNPVALPMPLADEKPPEAAAPVGIERSKGNRRQEAPKRGTTTTTVGSSSCNNTPNPSVAGDDD
DIDGDTNKSPRNESAPGTLPAVFAVELTSPRFRDCEERAEPKSTLQ                                  
>Pmar_XP_002788925                                                              
MELSNQNMRKRRLRQRVSTGDLTEGSKVDASKQLLKTRLCILYLEGKCKYGKKFAHGEHELCKSNPNTPADSRGTSPRHA
GHHFDRHISLDLNDDHRGLLLEFPSSTHTINQRDLAVYNYHSMDDSDMQLVSGLVFPRLARRNSKQQDGSLIIPPVRTST
MHGHQHVNSQSKTSSLDHASQGLADLSSIFLPSDRKKILDSSSTCWSPKEPRRSTAGRPIDAFPKTTPITSSLIPNTIEP
DFTCEMCESAVQMAADPDNRKIFYPCGHGTVCVKCADEVIMRRMVCPFCSSSVTHTLPVYIPIQAITASLP         
>Pmar_XP_002786631                                                              
MKTKVFGGVPAAGDDGVQDDIESGGRGLSDDAQRPTINIHRGFTKAVDAGQIQIPDANLCEICFDDEARVVLLPCGHGGL
CEGCAKDIISATGNCYLCRQPVKLVAIVGRKEPSKQRTTSTASRLGREISDLSTDNYFAQVVGPDQLHHLESRAVADRQR
SVSASAHQEGAQLGTPAVAQPQRISSVVEGSAPSAGEGPTTGLDVGEALEAHTRPEQQQQPSDRSP              
>Pmar_XP_002786167                                                              
MGSKLSCGPLCGKFKRKKNVNSVPVVDQPVGGDTTACNVCHQLNPVGYNANVFVCGTCRSVNRIHRYGNGERRLSTVEPT
PNNEIRLLRHSSTVFALPDINNGRTYPQPSGPDDNTIPPCAVCLDNPGDIVTLPCCHGGLCEPCALHIASNEAVGGACCP
KCRANIDKLVRLAKLGDPISTGVELPIPASSKNRPAPRVPAPPGSKKKHGS                             
>Pmar_XP_002784739                                                              
MIDLDRITWFQQWEFWLFYRLLRPSEFFKSWRWYQLIVPDQLWMVIGLYRLVKGFIHPPTSSAAASCGSGSSVASSASPM
TRMQWVWELCRIDPVVFVAWGLTFIAEPSTAFLFEQEDNDEDAQHQHDEDEMQIDVSAGDARIAAQEEDDDDDTHGNGDD
PRDSAPSVVSLPRSAVAPCRKCHKKREDPGYVLLTCGHFPYCQSCISSSVNRTGGFVCTQCEQYCLAQTNTNPGSSTTST
LLLNSLSWISKLYSTERIKTVVPSTPAKEIIRLASPELCENSSKMCPVCEERPGNLILMPCGHLGFCGVCVAGFKLRCPY
CRRGISRILRGYDVRVDRTTH                                                           
>Pmar_XP_002776851                                                              
MELKIACSGLQKRSYCRVKVYQKAGAEKYRLVGKTEIVPDTQNPTFAQGIFLDFLFELFQVIDQKRSGNVVGSGSCVLAD
LESASQKKVALDFTLSNGDPNRPESLHYYDPRSANDYAMAIRSVGEILEHYDRDKKYPVYGFGAKLPPDYTHTSHLFACN
GNYFRPEVVGVDGILDAYRKALKVVHLHGPTMFSEVNETNQRARYAVRRYFVLLIITDGVIVDLQASINAIVDASKAPLS
IIIVGVGDQDLGLMDVLDADDHPLVSSFDHSTMDRDIVQFVPFNEFKDKPYTELAMATLDEIPREIVNYYYKNLSDMEFL
RGLGEMLLTVSTALAARASEDNIGGPFERFLNHLGPKPRKAFHRKVVGGVGAGTAIIDGDLIRDAPAPVWIRTESGMCKV
CFENTTNTTLLPCKHQCMCFDCATGVRDSSGKCPLCRQDIDAVIEAIHS                               
>Pmar_XP_002776541                                                              
MIDLDRITWFQQWEFWLFYRLLRPSEFFKSWRWYQLIVPDQLWMVIGLYRLVKGFIHPPTSSAAASCGGGSSVASSASPM
TRMQWVWELCRIDPVVFVAWGLTFIAEPSTAFLFEQEDNNEDEQHHHEEDEMQIDVSAGDARIAAQEEDDDDDDTHGNVD
DPRDSAPSVVSLPRSAVAPCRKCHKKREDPGYVLLTCGHFPYCQSCISSSVNRTGGFVCTQCEQYCLAQTNTNPGSSTTS
TLLLNSLSWISKLYSTERIKTVVPSTPAKEIIRLASPELCENSSKMCPVCEERPGNLILMPCGHLGFCGVCVAGFKLRCP
YCRRGISRILRGYDVRVDRTTH                                                          
>Pmar_XP_002775277                                                              
MGQQESRTLPPLPQQHVIRLNPDGTSTEVVLNPAGSAMDTSNASHCSRTTPVANGEQLTPVAVQAYVDRASFRVGDGKVL
FTLICSADAMVTVYMNAMNKYNSASSSRGRRRLQWPVLSYEHSQSKRVSCTAPNTRTTLEFDLEPSTVMLKAMSEQHWPL
IIEVFVAATQSSTLMYLSPTDSHATNVTVSEQIHKLPNGTVVATGALYGLADITKNGDGKTRDTCSICLTNPINTALLPC
GHTALCSDCARLLQQDPVNSKCPICRARVISSVTLDLA                                          
>Pmar_XP_002774491                                                              
MGFFDIFKCGSKKNKKASETAPSTPTPLTEPLVCGTCSYAQSVPTSATVFVCSSCHAVNRIDRSQPGGTMVQTASQAPPT
GPEVPLVRLSSANFIPTNEVTQLPPPSDPNEKPWEIPCCSVCLENPGDMVILPCGHGGICEPCAMHIACNEAVGGAHCPK
CRGPIERLLRITRLPNSDAITAVEVPLPKPSQKRKSPPKVPPPPGEKKSKGHHAEVVANAA                   
>Pmar_XP_002771773                                                              
MPLPSPSPGSSRGSRSRSPSETPSTKRRRKSLGTNSDVAAAAAGNTSSPTNPAPTSSGVTHTIGAGGVVLETRDSIMEDS
LTPQILLRMNSQLKTRLIQHRQDYSKLEKTSKQMEEELANASVLKNVWLRVAKAFDIEADEAQLLVSSDLIDEVIGQLRS
QAGSFAVVKTSQLEAKADTEKERADKLENELEDVQCEKNLLVKQVVRLRHQLNPDRFNVLNPEEGSAEEAAVPALARSER
ERRELMDEVDRLRTQLTMLSARESTSCTALQESLSAMKRDRDVWRDRAAKLETDHNSKIELLQQKLNESQRIGNSCSETM



RERLMRSASEVGSLRAEVTKLKADCDASVAVNKAREERYKVMEEFFSTYQTDLDARQEECRNLHDAEKEATAKMLKMEEE
RREDVRKAERLEEERAVLKEQKQCRCLASNESLKSVCHKMASSLVKTQVDLEYKSAELARIQQLLDAEQRHSTKLKERMA
SLRKQVDTVVSGVDDHKSEFSRLSQAAKVQELQNARVVDNYWDALRQKNESLGIIQRLTEERDALQKHVQALESAHRQAN
GASMQENQLAQQSNNNSLAAMGQCRMQLETIVAEQKEKMESFKSTITMLKGVADKCQADCREKNKRILEVEKTNIRLTRQ
LEKARSSGSGHVVSGVEGSGQSPSPGAVVDDKAQAMSIIEQEEVRAYRLKVKCSICQQNDKQVALQKCMHCFCRTCVNET
MIQARNRKCPLCGQRFSESDVRTIHLLEVGE                                                 
>Pmar_XP_002769107                                                              
MGNSSSRRGRTQSPQHSQQEAEQQHQQEQQSRPRRQGTSFSLWPTVSWMGISRPTMRDTTNSTQQQQQSSIVVQSRQRPP
NDGSRNAVESDSGLWPTVNWSGESPLRQQQEQRLQAAAYQQQQRPVYVFRGGRYVPDPTADPRPYQAPFSPFSLVQTIPE
IKQTCVVKNPCNLRKDTIKFIEDGTNTPPKLCFMVDTTTPCTVRLHYFVVGDASSHTTDIPEIKGVRTYTYDLPHAGLRQ
KIITNDEVQRIDRRQPLPAGWSSTAYTKGSHRYPAVVEIMSKSNSNGNSKDIICTGQLTYLSFPPVEGTELMMNVKVLKQ
RVLFSTQAYDMHDIYGIEAPQSAVHEVVEQIGDTVEGKIVKGGGNSPSSSSEEESINGEAAPSPSHPSPGHYDDEADAMA
SECVICLSEARTTVVLPCRHMCLCNDCAVRVQEANPGHVSAKCPICRQPVTSMLQIAASPSSIIRESTS           
>Pmar_XP_002767898                                                              
MFRRVPPELMDHVEDFVCRECVRAAFPDLDNPQRDPDIDDPNMEESLRNSEAPPPLSLEEMQRRERLSAMRRAQSQTFKI
KRMTSTFFRVRSAKDAIPVGASKSSLDLDDLANDEDDGTCKVCFDDPATIVLLPCGHGGLCQGCAKDLVLSGKPCYICGE
EYHMLAELKLKSSGVIDDADDATTGKGRFIGKLIRPDSLHHSKSISANEPSPPISDSSSGSPPAVPASRMRQNTAPVGAG
GVTSL                                                                           
>Pmar_XP_002767166                                                              
MSEAPPGGSSPAVQDDFTVAEFMGDVPEENGSCGTSSPKWSDVKMENMLPSKTARVQMSATCPSSDASICTLGGGKPLKT
QGSWSEAMRATTIGPRAAGAMLKVPLRRLLGHSKRKSWNSNMESYIGALHSVGKHLSGMSVERFRFAQSLHIDGQEEALK
LTWIWPNEITPLRPPELAVQKVGPSISVLKENPVILYVPGTPFCVWGKGVHRYMCYLLAKRAEAVVYKHLIETIGVDPGA
IAVAGDSLGAGMVMLALMALRNEGIALPSSVCLISPITDLADQVDDFSDEFSSSTDERKSSNADKGTEKKKNEEEMTGGL
GDDIGTSSDAVGESESSKPAREKSVDEEGKNAEVDAGTEVNTPPKSAVSSRAAAERKECVDYVQRDLVMIQAGQEEIFLP
QIERFSAKASAMKNPDTHFQFQVYEEMIILDDVIGVVAVNGEVKATTIAPCSVCLDNPGDMVVLPCGHAGICQSCAVHIA
SNEAVGGSCCPKCRTEIDQLVRIGKVYDTSIQGIEAPFTRQARAPPVPSPPGLEKMKGQSKS                  
>Bnat_135000                                                                    
MHVLDVELTNPRLVRALLLDSPLQDKVLATQLLQLAKAYNTTMPMQGEPEGANRHNEDDHDDNENNEGKDAKGGEGSGFH
ESLPLRLPQLYNMIEQRVNDDNNDHDIDLQERGLEKRQSNASSSSRIFSSYFKNRAWVWVGEGFGFCSAKKAVLKSTIDC
RPYIFQPPRLSPGYYRLLLSKGFGVAKELTIEQVKSILHSLASRNRGQPLDVEQIDFVLRLLRFCASVMSGLSKEDDDRE
EKDYKEDEEEKRISKTGEEAGVELLVPNVKGILTPIRRAMFNDAPWISKGLSNQDNIEFVHASVSKELSSELGIRSFRKA
LLSQKSGEKDIPCCSVSDLSILLADLEASAALACLDNNDDHHHDNLADNGNNGKSNDGKQSNAGGASNASDDDNSIIKKN
EGVATRKEIDHQHDDKPISPSATAAAAAADTKMHIGVEVMKHLIEVGDVAHARRMDVVLEGREFKAQSLFTPLLADFQGP
AILVRYDAPLSYETLLLLQTRLFDCYGVDRVVIQGRPTYYGLGTMAAYAFGDVLTVLTAGNLYVFDPLRVCYIDDSKAAA
AMKGADGRPPKSSSAAFRTATQGAQLNAPSSSTSSTKDGKEGGGFGKVYSFGGSDLCERFPDQFAPFVKSIFRVSPSSKY
PGTILRIPLRKAPSRLSRLVWNYADVSKLLQAMRPRLSRCLLFGQSMESIHLFKQHSEAEAAQLYAQAIVHSSNLSSLRE
RRQALMCNTEWRHTRSIFNIFAYAPKKIKYRMDIAHRGPSGRTQHDTWLISGSVGVGRTRDLALKFQAEQSGYSAASSSS
RRSTFSRHPALEWARAPIAAVAAHLSTNAEPAPCLQGEAFCTLPIAGSSAAAAARTVEIAQRGGKDEKGDSTGTVGEVGC
SSTGLPVHVHCLFSRRKLRRQRPRSGRGVGATVINDTDLPRNEWVAVVNDNNTSSPGDNNSSINNSWNSMLVTDCVADAY
VELLVEIRNLLRAAAAAGGNDPRTAAAAAAATMRRRGSSTKGGRAGALIKEVYTKAIGRGLFLTSEAKFTKVKQSVFVAA
TAPRELTGFLGQFKSVFVVPPVLVKDLQKVLSGKATGEPAMSINPAYELPILDPPGTRSLLSKHRVAAKLLHQPQRAIIA
ILKFVLEDLGPGSYQKIAGLNLAPLQAANNDDDDDDDNDDDRKNADDRKRIRRNSKRRKSILSSSSSASSDARVGSWGVR
QYVIANETQQQLLPLSGMYLSHRCLEDEWLRAKLLDPEFLRRFLTPFTPRFFARRMSSLFNYRQLGKHRVVRNWVGAEER
RRAIARVVGDDEYSEDDDVENRLDSLAIKTDTGYPSAEWVVRFWAEVPIRDRSKSMLFKIWPLLPILPRPPNDEDDGDRS
RQHRPSNELGGSELLSLKLLEHVLCILPSDLPNMIGTTTGRRDMMEEGKEEKSQPRKATGGANSSNNKKHLRGAASTSRG
QGRVTEHRNKEWFHDLWIIGLPILDARFFVKNRIITGTKKNANHNGGDDDQKGQRKQQDKRHSSTPARETIEDDNRTSAR
GDRDHQRSGALSAGPYPNATLERRRAERMVSMLAWGFHQGLFNKDTDDEKKIKVIKTQLRRLPIYEILGGDEDEDDERKN
KSKKPHSGARRDGGDDEVRKALESGQYRSLVEDDVDERADGKMMVTYMIESDAKFPKSFYKYLTSTGTFLAYKYPDFYRF
LGVRVLGKRQILERFLRRSMNTKGATNTRHGYDDDDDGFNGFEDVRDDLSSRDGFDDAIVADIKQNWQVLRSDDMEQQLR
ELPFVPAATLSRPNSYTLRERAEALFDPRNRLFAQLFGGGGGGGGGGGEIKDDKHLFPGREYRSDEWLDFLCKIGLKHRV
TGAVFVECAKRLEHLHEQQQRRHRRRLSGSSSSSNVFDDTKRGGERSDDDDEDDSTMNESKKTRCDEDEDDDGSDIVSLA
ETLVSRLWKDEAAFARELPDFWQKVAQIRFVPGKDPHTGFKSFRLYRFSEMAMDSDFNLAWAVRPVLLSRHAPPRRRLKL
LGVASPPDKSTVLQNLINLCYGGGSGDSSSSPYGHDGVWKLPSSSSSSRSSPLQMRERLQLALESRQRKPEGDRGGFFHG
MMKQIFGYLSSRFEQLDAKDVQMLRQIPIVPVGSLVVKASRLYLRLEDDLFPFMFEVPRVFGAFDSLFRRLGTQEYPRPN
DYIRVLEEIHVEARGQPLNINELAAVMKMLRLLASKLLAWQPTRNQRHKNKKHEEEEKEKAFEQANAVVEARSSRRLLVP
NAANILVRCGECVLNDSPILARRIFGDNYEQQQKGQLSFVSPNLPPSLCQELGVATLSESVAEVLVEAIPAQSPSGGGGG
GAASAKEHLQRLLKIKDSEEFAKGCVRLWEAETASRARDSNILMTDSSSSSSSSSSKFFSEWAALPSAKRVHNALKSLEI
HLCSRIKTQLKPKNSWKVWVEGSSGGRRSECVDLFVEDDRKAYVLNSSSTSASSPCSSKISLETLVAVVVQRVLNRAIKE
APRLAKWSGIRMMLELNHHHHDSSSSSKEMVKDVIAHGLDLMQVQTIDKANVLRGQPGQILTAEDENLIKLEPLRSFAKN
EVVAIESWEEGGGDEAEHKGGMEQEDEKQQKRESSPKRRQRRKVYRYAIVEAQEKDSLDALSTLTLITALPGSSNNTSSR
SSSSSAWNQKQQQQQQPRSNIQKHLSSQVYAFRSELLDSRSLHSSGSSSSSSNENRRVFPSPFHVDSKSLGIIGSGSRIS
PAHSSKDDNKRGEAAATAGGGRRGDSAGSNVIEAVSSLLSRVNLPISLSQRALMESNMRLQADMKEMQQQMAAVCDARDV



LNARLKKIEDSYICHICESNKVDSVLVPCGHLICSTCKRCLRKRECPFCRNAFRSSAKYFSPLEDGSLS*          
>Bnat_88078                                                                     
MPSNTCIEVISLLEDSPQRFKKRKRNLKEEKSALHDIGTNHMDETERTGSKFSSISSSSFKEARKFSMANSSSGSNFESD
TYGKLDTDLSSMLGKMKAQKMRQGIRERIEAKYGTGRSREKMEELSCEQCRCALEQCYENLDDEVAKLTNQLQNSFIPEK
ELDQKRIQLIEEQHRIYEAFAIDARLKELARYWKKFVNIVEESFGDLKIMSFETSTRMARQRMKTMNNEIESLKFIIDQL
KQDLKRRDTEEKSLGNRLVEIRSKQNEIGKKAAKVSISDGAEEEECRICVDNPKNTALSCGHKMCRNCLRSLHLRNISTC
PFCQAEIEFTIFLKDVI*                                                              
>Bnat_89299                                                                     
MAYIPPSLSQLLAELRIKASISDDTPSLAGLILMSPDEKKEALQMLGLKRVSHKSKLRKRIEQLEKVLSSDSERAFEFYS
KMVETSKGEDFTATLKLSELYRKGEGTEADEKKALELEIQAKCSPKYGKKMKKYLIDAVKVDGAYASTYNIRVIFKNEKG
EKVEVIERGTQKLPDGIHVQDVIDLSVMPILKKLGWKRKFLWCKHERITASTQLCDIAYQAKSGELVLDCTNVDKIPEKP
EPEVSEECIICFEENDGKQYLDCMHACCCKVCFDALKSCPICKKRAKK*                               
>Bnat_84271                                                                     
MGAAFGAENSTRVRNESKSFQKLMDDVKDTNERLADLFIDPQEQRRLRFELYSRLALGELDQYWSWFGNVLIMTHIIPSN
TEGNQQQQKRHILTINQFYYIRLKMMESSKLLEKLSQDSSSLSSEAKQSSSKLKRQASPSAAAASASDGKRKSSRHKSRR
FRWRTSVYYNVDVQHGNKNKLSSSRSRDTCFVKSLPLFIKSPDKKENLKAGGGEEEREDESSGNVEQQPPQLEKVQSAEL
CSICFDMPSDVVLPCMHAFCEGCITEWNVKNNTCPICRKQIEAKDLEKTWVLTNETDNEFSGMAKEEIKFIFKYIEGKLQ
CSLALL*                                                                         
>Bnat_78740                                                                     
MQQDPQSTAPRNQETPAHHQPGLHAQIPMNTGEMNGFEQAPQAHILRSLQKDQYYLSYLHQRLDKLSADILGRHAARVED
EVRMVAYCCYFGLTTLLGKQTLGEEYCDIMQIDGSRRPPSSMRRLCLVALQCLTPYMFRRISSEIRMLPADEEEDGEGHQ
YDSPVRRRRGLRTVLYTWFVSSLRTVYPYLDSIRDLHTALFYLFGRYLEVSKMLCGVQYLYLQRNQRGQVGYQVLGFLLG
IQLTGSLLLFTTERLRTLLRTSQSSSSSNTAVNTGTEMGTETTTILGKADGTKDEDDESDFDEKDEPKCVFCFGRRRNTT
ATECGHLFCWGCILSCCDRKAECPLCRQPISRQTLVRLEHYKPSKEGEDEEDIDDEHRNDKWRASLVNLLSQCYYIVICC
MNGFKLHILVVSYPIAVIDYTSTE*                                                       
>Bnat_87894                                                                     
MENSRQQDDISASTLTAVEQNDLKGMQRLIIQHGRDRILNYLHRDDKDPYRNSGTVLHWCVWHRHWELFRLCAVQGAKLE
VKGSGGGWLNGRTPEQYAKWLDDKAGHPWYEHQKEIKECVKDAEKCNLSKVFIQEPIPRVSTLTLEHKYALNEMVEQNAL
DSLKTSVERCGIQILHAQVHAKGEANYACTIMHACVWHRHWEMLRFCIEKGANIETKASGMYWVGGKSVKEYAKKLDDEC
GHNYYKHVEMVDKCIEEAKADHEDAKSGNGAGNASSSNNGNAQCVVCLERPRTRMCTPCNHLCLCEVDASSEHIQRCPIC
RVPVTGFTVVYNP*                                                                  
>Bnat_89706                                                                     
MPHNCLLTVADGHWRPLLPREDPSKMHLLMVEYSKSGRAKCRKCGESIPKGELRVGAPIKWRGGTHGWISSWQHLRCVRL
EDPSSCDVDKHIYGLDSLTKSEQEEVRKEVLKTEVPEHLKPVDPEDPKFMAKKELKPAKQPKELKIEMLPYQKEGLGWMI
EQESSPIKGGILADEMGMGKTLQMISLIVAQKPRGKLERKSNSGPTLIVCPTSAMMQWEEEIRSRTTENALSVFVFYAKR
HLVDVDFLMQFDVVLTTYSVLEYEFRRILDQHKVACKYCGRKFLPRTLKSHNYYFCGPNAKRTAKQAKTEKRNPRKMTKK
ALKKAMKTLRIGTNVPTPSNIYREIMSQANRDPIPWFEKAPRSQEPREGKDGTEEENEEEEKENNDDRVDDDNEENDDDD
DDDQEATGMKKSAPLTKRRGRSKGKNAKKRKIPSEDDDEEEEEEEEEEEKENVVKKPPPKKRRGRSATKGSLKDADEEVN
EKKTGRANKRRGRPKKKIEEAGDSDGEEQGGNEVGGKSTKRVKKGRTSSSRKSQKSKKETKVTKKRRGSNKSTPRKKAAQ
SKSSQDDSFDAEDFVEDNKGMDEKTRRDAELAMSLQLMACEDDEEDYSPTAQAEILKSIEKRRRSRNKKASTTPRSAKRV
KRTKSSAPSGKKRSNASSSSSSSSSKASPSVTRRSARTTNSSRKKTPKTSVPTSDEDADEVAKGPLENTPTRRTKQASCD
LKEGTLTDIPPLEEIFGSSSDDDQEQAGRQGKRNDGAGGSPAAADGIVKKEQRGGGAEKGEREEESPKPRKRAARRLRSL
GGGLKKGQKKKQKQKELDEAENKEEEEPLSLPMPCPPSLLLRRSPRTSRGVVSYVDDSSENEDEAAGKAEKGERRDVDDE
DKDPDFVVNEEEEEDEDDDEEEGADGQDDDDDDDDGDDYEQEEEENYTPPNTGKKAKRGGSKAANSGTRKQSKETRKKRT
IKKKKKRKNGKDVDDNEDDDDSDSGEDSAGAGRGRRGKTKRRFKKNVKEGDIGWCHDEGISLGGSALHLVLWGRIILDEA
HKIKARTNNTAKSVYALHSKTKWCVTGTPLQNRVGELYSLVRFLKMDKFSQYFCAKKGCECVSERWNFGRMQRSCTTCNH
PPMSHYSYFNKMVINPIKRYGYTGDGRKALMTLKNEVLDRIMLRRTKQERAKDVKLPPLKVKVEKLSLDERERDFYDCIY
RQSRSKFDTYVDKGTLLHNYAHIFDLLSRLRQAVDHPYLVIHGARAAPASGGSENSSSKSDGRGNKPAAIPTRSRGLADV
CGICREDIKPKDVVGSACRHTFHRKCVHEYTQRKLKEVSGHDGKGDVEERACILCLERPMDALLMDCGHMYTCMECAKKI
KGGAGGKKACPICRAPIKKIIRSAGGGKQIAIGRQNLMNRVKVEEFASSSKVDALMRHIREIREASNQHKAIIFSQYTGM
LDIVEWRLNKLGLKTVKLSGSLSVKQRVSVLAAFRGDSSVAAILMSLKAGGEGLNLQEASHVFLLDPWWNPAVEMQAIQR
AHRIGQTREVQAVRFITEDTIEDRMLELQQKKELVFSGTIDAKASSLTQLTEEDLRFLFQS*                  
>Bnat_90769                                                                     
MDNVVICKHMVEEAKVCPLVREKNGTWAGGVAGAACGRAIFSKCSPQDLLTPEEFNNLIAPPLRDEKFMSMIKDGHEINS
SRWVFGAKKDRPLIRACRVGKLSWVKEIVNAKADPNDVNTENLVNRSGVSALFLGASNGAKELCRLLIEESNVDPKAREN
NGTWAGDFALGVCRSFFPGARKALTREEMDKLIAPPIRDEDFITMVKGGQEIKSDRWFFGGDKKERPLIRACRKGNLEWV
ETLVKARANPNDVNSEDATPLADPTLLNKHGVSALYLAAQSGAVDLCRLLIEEAKIDPKKREMNGSWAGDVARDDECRSY
FPGAKRPLTKEERTQLIAPPIRDEDFIAMIKKGQEIQSDRWRFGENRERPLIRACRKGNLEWVKEIVKAKGDPHELNNKG
ATPIVAAAMRGYTLIVAYLLSLGVDINRMTKNGDSPLSLACWKNHSDTAIFLIDKKADVTRVDNFGDTVLLDAAKNGASA
LCQRLLDTNKFKLNHRNREKKSALINAVENKHADTVDVLLKAKANPDGDVLLAMVNDGDEDSKDKSSSYFSPLMIASQNG
SEHIIKSLLSARANPDYTTPDGKDMLAIAHPSVQQIFLNLRLKRQSSIQVDTSRNWSSLTSMKEAIDYICQEFKSENMSA
VIIRQLNHHCCAEYVGDLFTTAPLTWDTLSVPKRFKAMLQEIVRLARKRANTTKPSSSSSSAAAESKGKGDLMKEEYVRE



QIRSLQFKSRMAERKTKLEMYKSIIEIAISDEVLTSKELGQIQTVRQIGISKEQYQQYTRNKLKYPRNGGYGDDGMYHAT
NNVEESKAAAAKLLTCVVCLDARSDHVVVPCMHLCLCGDCAPFYKQQQDLVLH*                          
>Bnat_67553                                                                     
MAAEGDDDAELQRVLELSRKEAEEKDAAERRSQENLTRALQESKIDDQRNHQARKDEDEILKRVMAQSKAEAEEQEIKDQ
QRIMTLSRNDQPKRKLPDDSNGRATVDVTSCWWMLSGNEDEKRGNPGNNRMLNYIALAYQVGLATTGGDKKQLLISGVHV
FVDNSNILIGGQYVQKASGMERDYSIRVNFPNVAKVVEMQRDAKTRFVGGSYNEELPNPKWVQDWKSVGYQTAALPISKR
GEKGVDEVIQNQARNTLLNNVGSSEGQVLILVTGDGNQNDGKATFPDIVQQALMQPNSKWTVEIWSWKHGTSAKYKKLQD
EYPSKVSLRYLDKFRLMLTWKSKPLQNPAHMMPHGRGRGNRRASARGGMDVAGAGARHQQRQQQQRKSSFSKSPARKNRR
APSAFSQQQQHHQQQRRRSSSSSKRGGASGGRRASGSGNNMDVNDEKQSIQKELNSKTVEQLERLISMNSRLLLEGGGGG
GGGGGGGGLLRAATILGGKDDSDRQRPTRKKLELIRELMGNRPSSNARGQAGGGGGRRHATRGDESSDRGNSSSPGPPEL
SEVFSDPPSVEVKEDDDEDEGICQICFESPSSTKLNPCGHAMICSECAKIFVGKPCPFCRAQSFDAHDLAEHPPQFETTR
PSLEVARIHGTR*                                                                   
>Bnat_65885                                                                     
MFLLSTVHHTYDGRSNIRVTQSLSRLGGEQGGGEGADLKEELEDAIDRIEAMEEEVADLSTSYGELEEENKRLKSENEQK
ETVVSNWITKSVKLNTKIKDCEQLVGGERSKCLALQQQVADKEEKYKALEILYAKEKELMVDKSKQIESLTLQLYGARRQ
AKEASLNEEKERSTSKQHLEATTILRSQVTNQTDKIKGMDEKITELTRKVRKLERREAASKKRRRKKNGDLESCGHNNDD
YDDPLLEEYRKKLKCPLCSDGEKGVIILRCQHMFCRECIEKNLKVRNRNCPACNISFSKNDVRSIFL*            
>Bnat_83871                                                                     
MAARDNNGLAKRGEMLPNVQTFNFVILMIFFMGVLWMVKVVVRVRKLYRLYNALNRNVVIRLDGEVDSNQHLDAISLSHM
QQILNANLTQTSTPVPEVRTFAHVEPKTIRVLPLPSVSSSTISTETKRSSSNSSSSILRFHVSSDAPSQAAVYFGPIKES
LRDWIKQQKNISPSQDGLHSARRRRMRRTQHHLKEEELKSLSRGGRGGGFLDHEAYLTKESLKIAAGVEVKAEVKIGEEA
IAKCLQNHVSRFMAVIHTTSATSSLNTTNVGDEITIIRFSMKSSENERVISKLVGIQTDMQCAIATGKQPVHIREIFGED
EGGECLVCLSEPRDTILLPCRHMCTCRECLLKMVTAKCPICRTTIQRHCHNFYFC*                        
>Bnat_91762                                                                     
MPAVHSVFWFSVGTGALSWVCFKMYEYEAGTLSSTPYIPIEDLPSQLESNGEPTKFTIEGVVACDEPLETKHRPGTPVRL
VMYSLTKIAHFATTSIFGGWTEDEKHSTSHDSVPFYVIPDLSTQDGKASAAATTSSSRGILIPSVEINDGNGSSELLSVV
GDVTVENKFTFQTFLERTRSSGRIHRSSQYVESGLEVGTPITMVGPVSMNKEGHLKMVAQPLVISRRSRYELITEAEERA
TFWQYAFYFCAATATSCILYMGYRYMQEYLQRRLARRRLAMLRERKYRADENGQPLENEDLLIKHHSGGGGGGGSSSGTS
KGERKGDGSDAKGMMTSTDEEGDRRQLCVVCQENTADAVLLSCRHLYTCVSCTRRLHPRNCPICRQPIKRVIKVY     
>Bnat_90554                                                                     
MNKRKAVSERMPASKAHLRTLKKLFLKDLRKDLLDIDVSQDIKSMKVELKRVYDKATESWKQRVASELSISKWTLFEDIM
AGEIQKKEIHNARTKTEEILDLEKRTECSLNKLRDMASKLGKQRDEREKTIAKKKGQIESEMKILEAEEAKLKTLQKRGK
IGVCGHVLNTALGCGHQVCDSCATTWLSNRKKCPVCKTRVTRKLKLYP*                               
>Bnat_141701                                                                    
MLGIMLLLGFHGWNVPPASPVEPEISLIRVCKGDSVIRCSGVGILRYLLYGALGISFASAFAYLYLGYLDERKRALEKTS
RYMKNLRRRRKRLGINSNKSLERPECVICFANKREIAFAPCGHFMACETCSQKVKKCPYCSKHIRTRLKIYTV*      
>Ehux_94790                                                                     
MRVLPSGLCCWQQALEAKGRREQREREAAAAAREREQAARQREAERAADEARRAADAAALEEQRRAIAAEAAAKLAAERA
AAEETLRAREAERLAAEEAQREEQRAAAAARKAAQAEAARREKEAADRRAEEEKARRRAKAAEATAAKKEAKAKNNKAKK
APSAFALEEERRAKAAAEVRAQEERAARLAAEQEAARRAEREAAERADAAEQAALRKNAELAEALRRSEVDAEEALARRV
SRCEEAVSSESTGGGGDLPLRVERLEASLGAATEGSLEERVGAIERLIEPEAGEAAEQHLPVTEPFAAVSLADAGLDTGR
PAAPESTMGGETTCIVCFARAKSHAAVPCGHLCACGPCSELMQECPYCREPVMMWMVPRPV*                  
>Ehux_349107                                                                    
MPLAEALPRLEALVEAAGEVEEKAGAEERLCDLCWDAKRSVRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGR
LVAAQTTFVHQPPSRPVPQAQPVGATEAVGGRGGRGGRGGRGGRGGRGGR                              
>Ehux_193982                                                                    
MRDAVQPYRQILGYVSQGLRSLWCWATALSTWALTALDIVSWALISATFVTILAAKQAAYPAISDFASAAHPTLAISAAG
LQAVLCLWRAAASEGPNAASATDHLMQGNAREPERGQRQRPGRQRRPERLVARGAAGPNRQRDDAERAAEVERRHECQGL
KADLEAAERRLVRELGTEAEESVAELIKRANDTLEIEPQGTLQEQAVAVLSALVGASHPYDAGEAAGGDEDTVAPLASVS
LADANFDTGRPAVPESTLGGETTCSVCFTNPKSHVAAPCGHQCACGPCSARMERCPICREPVMLWMQLRVA*        
>Ehux_420303                                                                    
MPLHNPPQLLRGTLQVLCERPSLLPAAPGVLAGDEPPPSLSGCLVRFMAPFRRPGRPLYSAAAVVSLDASARTVCIRLLH
EPTRVDLQSDPVTEVDIASVSNLPLTAEERLCASAEAEALGNGAPRIAAYLSSLEASDAYRETTRVLQSHPRCTRLEQFW
YEQLAGQPEHELTDSSPPAHVSFGYPSLHGRIGEQLGGANLETSVRLLKAELANEPAARAAGLKGLFRHWPEPYRTRAQA
TVSFLLFDDRELHCYREYVNRLDAAGVTPENVARDNAGEYSLQGVVIRLLGPFMHEWTKQGKLLVPSRENLRCVSCLDSM
EHGFESMLQCVWLQPCRHFLCVPCARRLKGDGQTKCPICNRTVLMWAVQKR*                            
>Ehux_195240                                                                    
MGEQLPPSGRAELRVPALFVFTCGKGNEVKLRVWIDGLICATVAFGLGTAVWAPPPDAAMGMEPPERLVATAPSPSKKSP
EGLAEPPPTTFMVTADAFHTAALGKGAEPSESVVRPTPSLTGSAPSDGFVQEIPSLSNNSLEFVFSKLGQQLGGPGRSVL
VCFFILLTSWLLYGKEYVHAIAPLIVSTWSEGGITSIFRLLLEWVSGYGLIQGLIYVCVALLFAVSSFYVFEKLMNGAEF
AVLGAISLADANFETGRPPAESTIGGQTTCIICFTNPKSHLATPCGHQCACGRCSARLEKCPICRAPVTGWFEVHVA*  
>Ehux_95548                                                                     



MVSQECADSHLRCARLLIEHGADVDLPVHEDGSTPLIAACCLGANAFVNMLLEARANVAASLHNLTASDGQTFNGQTALM
VAAEQAEFRVVQTLLEAGAAHASVTSHGWTALSFASAAGNTPAARRCVTLLREARRDAGRLAAPPTAEAAAAADAMAALL
LAEEEGPAPVPNASKRSQKKKKTRKASSTPADMAPEASPRDGGAGLCVVCMDTPSCMAFVPCGHVCSCGKCASSLASCPI
CRKTIASRLRIYPS*                                                                 
>Ehux_308426                                                                    
MPLAEALPRLEALVEAAGEVEETAGVEERQCDLCWNAPRSVRFACGHALYCETCAPRVLERDTNCPACRQPALPIAATGT
QVAEQATFVHQPPSRTVPQAQPAGATAAVGRRGGRGGRGRGGRGGRGAVP*                             
>Ehux_308457                                                                    
MPLADALPRLEALVEAAGEVGETARAEERQCDLCWDAPRSVRFACGHALYCETCAPRVLERDTNCPACRKPALPLAAIGT
QVAEQATFVHQPPARAVPHPPPAGAAAVVGGRGGRGGRGGRGGRGGRGRPRGEGRGAGSS*                   
>Ehux_197284                                                                    
MAVGAQLAAHGRAAVVSQASTRADGSDTPDAVEDRCWICYEGPRDAVLLECGHGGICVACARRVFKKRGRLCPMCRQPVS
QMVQLQLGDGHGSELEMPRGSIVPVRPAELPENWLNG*                                          
>Ehux_96733                                                                     
MRDERAREAAAGDAELPPEDDAVEMASAVHVLDSVAEVGPNYTLLRSKETKAKRRKRKREDARAALDKNTVLSTGSRLEI
FCDSFLGEDGGGGEGRGGDGGGEGGGGGGGEGGGGEDGGGGGGEGGGGDGGGGGGDGDGGGGDGGGEGGGLGGGGGEGGG
DGGGGAGGGGLGGGGKGGGGEGGGEGGGLGGGGDGGGKGGGDGGGGGELGGGGEGGGGEGGSGLGGGGEGGGGEGGGRLG
GGGDGGGGDGGGGLGGGEGGGDGGRGDGGGGLGRGGEGGGGEAARVEEERVGGATVVVATAEEGRGAVTMAAVMVAERAA
VAMVEVMGAAMAVAEGAAMVAVAAAMAAAAAMAAAAAVATVAAATEVAEGEATVAVTARWVTIGLKMMNFSPTAAKQRRV
EAERAAEEAAAALLAEEESEKCAKEKKKGKKKGKKKGGGGGAGPSQETEAPAEEAAEEEAALAAALEESARLEATRREAE
EQAPESEAYAASEAAPPPGEPPPPAIVSLADARFDTGRPAVPESTLGGETTCIICFARPKSHAAMPCGHQCACGPCSERM
PACPYCREPVLLWIDSSRIRLV*                                                         
>Ehux_197921                                                                    
MPVVPAPSLATRDLSGMNAVREIFRLLASSAACDSPGEHLSRAFVLRKLLERREVVAILLRSGARWPFPAELPPGTNRGW
VAQWSAMQKAVSDVQRRLDEPQPAGSMTSQGLMGEQRRLDKHASPPLSGPDPLSRLDLDKPWMEHILGGSAQERAREFLR
QQNLLPAQGHPVKQVLSVPGGDLLSAQQRVREVLQQQGRQVRPEGAGAESPAGRPNASNSAVAVILALLLVAHLPQASAV
DHGREEEGQQTAPKPAVAEAEDAVGEAGAGHAGRSTPSAPPPEVLSLADASFDTGRRDAPESTIGGQTTCIVCFTRPKSH
VAVPCGHQCVCGPCSARLRACPYCRTPAERWWHVRVV*                                          
>Ehux_308888                                                                    
MPLAEALPRLEALAEAAGEAEETAGAEERQCDLCWDAPRSVRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGR
LVAAQTTFVHQPPSRPAPQAQPAGATAAVGGRGGRGGRGRGGRRGGRGAGRVGSA*                        
>Ehux_198518                                                                    
MAVKEPAQPFWCHIPSPVALTDLARALGATDATLSDVLGLEDDLLALLPSPCLALILIYPTRVGGSCGTVALLHALSNST
PALAVEPGSPLEELLSTPEPGDGEAALVARHSEWLANSTAVRAAHERCAELSTAAAAAGRQGRHYVALGRREKEAADRRA
EEEKARRRAKAAEATAAKKEAKMKNNKAKKAPPAFKLEEERRARAAAEVRAQEERAARLAAEQEAARRAKREAAELAGAA
EQAALREAAELAEAFRRSEIDAEEEALARRVSRCEEAVSSESAGGGDLMRRVDRLEASLGAAIEGRLKERVGAIERLIGP
EAAEAAGQHLPVTEPLAAVSLADAGLDTGRPAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCRSS
Q*                                                                              
>Ehux_97085                                                                     
MDELDSASGSSTSSVEPPRARVAELEAEAEALRRQLAEARDHAEARATAAAAEALAVAARATAEAKAEAETRSAAEARAA
AAEERARQAEEVHRAYRSAEEEARRAERARREDDVAAQKRERQQAAQLAALEAKRRADEEEKQRRADEKAAAKAATAARK
EEEKREKERIRIETIAAAEALIPPRNADKPCGHLAFCGECAEALMNMETDRGVRKDVCPLCEEVIERAVRIYS*      
>Ehux_199202                                                                    
LTAATEGFDEARKVGEGGFGRVYRCDTLPSLPRVASGFAVKTALVGVGAQGLAELQSEVRTLSAACHRSLLPLLGVCLAP
ARACLVYPLCRGGSLEDRLYRTPAALQRLRMLGFETPPPPLSSAARLRVLRDAARALHYLHTRSPMILHRDVSAGNILLD
ERGNGYLADVGLARAAEATAGGSQQVSHLSTQRLFGKLGYMDPIISQSGQASQLTDGFALGITLLVALTGRGAVGLLDEC
YAALEEPDTAEGIAAADAGWSAAQAEELVRLVVGLAYERKPKRMPLAEALPRLEALVEAARAVEETAAAEERLCDLCWDA
PRSVRFACGHALYCEDCALRVLERDTKCPTCRQPALPIAAAGAHVAVQTTFVCQQQAPVDAVHPQPANAAAAVECYAL* 
>Ehux_200432                                                                    
MPVVPAPSLATRDLSGMNAVREIFRLLASSAAGDSPGERLSRAFVLRKLLERREVVAILLRSGARWPFPAELPPGTNRGW
VAQWSAMQKAVSDVQRRLDEPQPAGSMTSQGLMGEQRRLDKHASPPLSGPDPLSRLDLDKPWIQHILGGSAQERAREFLR
QQNLLPAQGHPVKQVLSVPGGDLLSAQQRVREVLQQQGRQVRPEGAGAESPAGRPNASNSAVAVILALLLVATSTAKASG
WQVREPLSDPADGVSEAAAAEQASAVDHGREEEGQQTAPKPAVAEAEEAVGEAGAGHAGRSTPSAPPPEVLSLADASFDT
GRRDAPESTIGGQTTCIVCFTRPKSHVAVPCGHQCVCGPCSARLRACPYCRTPAERWWHVRVV*                
>Ehux_449036                                                                    
MDQPRDATVMPCRHMVLCSRCAGALRYRTDVQHRCPICRTEIESVLEEDEQLEKAMLELPWGFR*               
>Ehux_351841                                                                    
MPLAEALPRLEALVEAAREVEETAGAEERLCDLCWDAPRSVRFACGHALYCETCAPRVLERDTNCPACRQPALPIAATGR
LVAAQSTFVHQPPSRTVPQAQPVGATAAVGGRGGRGGRGRGGRGGRGGRGAG                            
>Ehux_201153                                                                    
MSAECTQWHRQDIQNLLKKLRLAWKDLRIESKLKLLIGFVQVVAPMGAVYSITMPDSFRAFLEAMEAIYIDIFGPLFVPT
KCLGGLFNLLLLKGFVPIGLLLFVWLILSIVRLRSERRSERRSANGDAVPPLSPWRAVVHAVRSSLRLLLPATLWMIVIF



CTSVSASVFSAFHCRRFVVNTDMDTREFLRASLDIECPGDGREASPEYHELQGLAWALIVLWPIGSLLGLAALFLSIRGA
VMHRKPNKWSRAAGLLTRDFKAEFYWWEWLELVRRLLLTGFVLAIPESAAFLRLAVALVVSVLFLISQMLLVPYKAEVIQ
FLSCAAQLVIIVLLIGSTFMYLHEQFSVAIASAAVETGDTDPVVSVLVFESLENIAVLCFAAMAVLALGLSALTVRSMVL
RGKDELLRLKATKARPQVSIARGLKYHLFLSHIWGTGQDQVAVIKRQLLRMVPDLVIFLDVDDLEDIGNLEGYIDETMAV
LMFLSRGYFTSRNCLREVRSTAERKLPVILVHERDVNKGGLPYEASMDECPEDLREFVFGKEGAMRDVLEWHRVTVFQLC
TLKEIARVVLDYTPLYLDDQILDVYLKTDCEVEDLTFASPVAAYASPNNVGCRRAIRELAKTFRSSDFFVRLEPPAEWVD
PAVLARRRLEEGEGELGGASAGSNVSLSGTGTGSGPGRVPRNLEKRRQIFLLYLNRNTWHGAAGVELAAEVRLALEIGAE
IVMLHENDPERDGCEFGHFFGTTPVDLINNGLFKPLAVALMTGPHRRVSLSLAAQAMGATRKRVAKRMSFHRSSSGSADD
LLDADEERETETTGGTDNGQGGQGGQEAESSVGSGLWSRARGRLAHTRGSKKPVASSSGAEQAHASSSHVALDVSGTAGS
SVEQAGKVCVVCLSGPRTHAVKPCRHLCLCPDCAATALKDLDTFSQCPICRADMDGVMRIYEP*                
>Ehux_201574                                                                    
MAQAGAMSQWTLPLHKAIVEQSRATAALGRQAEEHNAEVQQGFEQMNANLTQGFQTFGTMLQASLAGGFQELAGALRSAQ
HPAAVEFPSPSEAGVASAANNSEVYVPFGATATADAALPVQEDDAPTFDPVSRFAQLLAQARQAGVDEHSLEILELARTR
LALSVEEQAAEAAFDAVAAAQPGSSISPNPPLSSSVRDQEGGSLTSSPSDELVRARAELERLHAELNAVRDSDDAGAVAV
EDGNGDTHSGQGLQVAPEEFVALMGLSHVMNLKDAISARLQAETATELDKQLLAAALSRLEGEAMSNGAEAAVGLPVATS
SPPSLPPVSLASPPIAGGGPDLLGIPARLNRRKPKPLHCRFASCRFYELSAIDSVARFSTGRAAVRTWGLYKRDKPTGPP
GDPLPAEEQPVATLSLADAGFDTGRAAVPESTLGGETTCIVCFTRPKDHVAIPCGHQCACAECSAKMEQCPICRQAVLVW
MDSSRIRLA*                                                                      
>Ehux_98509                                                                     
MPARAAAELRAQEERAAQLASEQEAVRRAEREAAELADAAEQAALREDAELAEALRRSEVDAEEALVRRVSRCEEAVSSE
STGGGGDLVRRVERLEASLGAATEGSLEERVGAIERLIGPEAGEAAEQHLPVTEPLAAVSLADAGLDTGRPAAPESTMGG
ETTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCREPVMMWMVLSLISVAVLLHQQPFMVRPRREKLVPLTLAIGA
AVRWAGPIVESSAINVTARSLLTPLEYVSSKPPRRTLSSAYAKTARKFDRLLDTNSTVQQLAGRPSPNLPLIGASLITSG
SASAVLLPGAEAARQ*                                                                
>Ehux_201708                                                                    
MEAHGEAAGEADLAEVDAEVAAPEAEKEAGVPVRCLGEATARLSVVPEGQALEEPSPEVGAAAPADLAESFAPPSESPSQ
LAAAAPDEDSIGPEDPSSDSVSDDAVSGEPQPAVATVSLANADFDTGRAVVPESTLGGETTCIVCFTRPKTHIAVPCGHQ
CACGACADRMRDCPYCREPVMMWMLQRLV*                                                  
>Ehux_352207                                                                    
MPLAEALPRLEALVEAAGEVEETAGAEERQCDLCYDAPRSVRFACGHALYCEACAPRVLERDSNCPACRQPALPIAATGR
LVAAQTTFVQQPPSRTVPQAQPAGATAAVGRRGGRGGRGGRGRGGRGGRGAGRGGSA*                      
>Ehux_202161                                                                    
MGSEPVSHGADLPQRVDLLERLLGVPSEDGTLEARVRAIERLIGPEVAQLADGASTSVSATGQRPLPVIAPLAAVSLADA
DFDTGRRAVPESTMGGETTCIVCFARAKSHAAVPCGHVCACGPCSELMEECPYCREPAMMWMVPRHV*            
>Ehux_202452                                                                    
MGSGRIHISVMGDNPFLSHRRRARFEERRAKAAAEFREQEEKAARLAAEQEAARRAESEAAERAGAAERAALREAAELAE
ALRRSEVDAEEALARRVSRCEEAVSSESTGGGGDLQRLVDRLEASLGAATEGSLEERVSAIERLIGPEAEEAAEQPLPVT
EPLAAVSLADAGLDTGRPAAPESTMGGETSCIICFERAKSHLAVPCSHLCVCGPCSELMRECPYCREPVMMWLAPRPV* 
>Ehux_462910                                                                    
MSARHRRSLSQQLGRCWALNRRAPAPFAMHLASLRTCPAECLPAGGEHERWLVGRLDGEVSDHFGREGKLLLEARIVYLS
PDAEEVLEAPLEAEKTYVIGDSKRRENPSPAAAQRYREYLLWTETRPVQFGDEPPNDTYEIFMKERRRSKEKARLQGVAR
KRQAERQLQRQTVVSDAALASPAAQPAAKRPRGRPADPNTEQRRRDRRELQREKSLAQQHRRDARDAARAGQQVRSTLQF
MELNLTRAKAAGFNPWGALPDDSTHVQAYAFWRSKALGAQVDANRMRRMPEADALAATAFARTLTARAAKAGWAAAAERA
TTADAIGEARAASAAAAAHARYADAVAVAAAGAQSVASKQRRRRESGSLSALLQPSQPWVSAAFAAVSAPLPECGLDADG
AAPPALLPPPPPPGQPALTDAVVPRVWSTEGQCEGMTRQSGGTERCRVHRNSPYAVAAPLRRGERYCGHHHPDKFTGVQC
AGQRKHGKGRCRVWSGCCYADAAPLRRGSPYCHHHRVRCVGLTQSGARCTVTSSSENVHAQPLRDGELHCAHHQPAAPSS
LAPSAPCPRAAVSDRAIVLGSGEDFEGPDGPLPPSIAIVESEARLEQGNCLTQLLRRFPALHYTSIKYSDPTLPHLWVLP
LEGQTAQTGRLADFMKFTVLDVVIWTVEHVLSPFQEPPIFVQRARYEQQREREQQQRREKAAAEAAERDRQRRGAVARAA
EEAEACEVEEREVVAARESAVRAAAAAEAERAAEAAAAATAAAAEMRKHGSAVAEASALRALQALTSSTSLEERRAAAAA
ASHAAVLPALVGEIEKAERAAAEATDRFVSTEEPVMNTPTDGAEEQAAAAAVAAEAPPSSRPPRSATAAAAADAGAPAPT
HGAPPPPHALVSLADASFDTGRPPESTMGGETTCIICFTDPKSHIATPCGHVCACGRCSAKMERCPVCRAPVERWFQGRT
QLVDLLPCHAAKMSARDPPPRVLLGVMSNPVKPAMRAQQRKWAGHFQHAANVDVRFVLGTTFFNNTQRPPPEWDELKAEE
KEHKDIIFVEGREKLPHVGVVTEKSASFWLSRGAESPGYEWYCKCDDDTLVHLSRLGETLANVTRSLGRTAHVYFGHLKW
RGWEAGHRFQACGGGWGDSAKTLSDILGGGGMPDGSRYPPCPHAAGPVCMSRPLAVAMAADAAFRDFYETARKRNDRGVA
CKRPERTRAWDSTCFVRRRRSSARRALFVHGIKTRKSYQEAERRQLARRTTAAAKVGAAILRQESGAGRFVDPRFCAVPI
GDAFACCGWPWQLPQLRSLVLRGVAAWAEERGGASSEVMTPEALHKVIKRLYRDESKGVHNRKGCVADCLRIVVPRGVDF
EKTLAEMELRGDVRLLWSTPDGKRPPARGMSWEGVGRAQVASVAP*                                  
>Ehux_434619                                                                    
MASSRGQPPAPAGQPPAHNAAGVRRPTPTASPQAQTPARLSSGPQDVTKDWRCRCGTINKAGTYLCSSRSCHCYFCLRCG
QTGHQQRFCRLAPPPDSAPASRGAPLGPGSETLPAWRPGQQQDVTRDWRCKCGVVNKAGSFICAKRGCRVYFCLHCGGLG
HQQRFCRQAGSAEAPPSGGSSGASPAASAAAAGAGREGSGRERRGPAASKRAVEPDESVSECVVCMDAPIQVTLFPCKHN
ITCASCTYALLQHNKPCPFCAVEIASTDMNRTPWSHVG*                                         



>Ehux_421192                                                                    
MQVAAALAGLVHGLSYERWLEDRMPCEEAERRLEHLAREVGIEAVQVEDAAGRQALDAAGAGAGDAAQPPRAEERSLCLI
CEEWPHTVRFYPCGHACVCTKCEPKARAHFKDCCPICKSPICSVERGDHVGNAPTYVFRR*                   
>Ehux_100184                                                                    
MASGVDFNPFLFLRRRASRRQARRQQEAEAREEARRAEEARRQRAREAGARRADMDVLLLQFPEADRDLAMSVLVACGDN
RGLATEKLSDIMGEPPFKECAVCMERPREVRFECGHACCCESCATTLSESAAPLCPQCRAHISKGAWTTEPDRHGTAIGR
QSTYRGQQPEEPASTPAAASSPAPTGRQDAVVGQLALIGLALVVSAIAVAGVRSGGAG*                     
>Ehux_353662                                                                    
VRFACGHALYCEACAPRVLERDSNCPACRQPALPIAATGRLVAAQTTFVQQPPSRTVPQAQPAGATAAVGRRGGRGGRGG
RGGRGRGGRG                                                                      
>Ehux_310097                                                                    
MPLADALPRLEALVEAAGEVEETAGAEERLCDLCYDAPRSVRFACGHALYCETCAPRVLERNSNCPACRQPALPIAATGR
LVAEQTTFVHQPPSRTVPQAQPAGATAANGGRGGRGGRGGRGGRGGRGGRGRGGRGGRGAGG*                 
>Ehux_353962                                                                    
VRFACGHALYCETCVPRVLERDTNCPACRQPALPIAAIGRLVAAQMTFVHQPPTRAVPHPLPASGAAVVDGRGGRGGRGG
RGGRGGQGGR                                                                      
>Ehux_205671                                                                    
MSDEADWPSAPSGVQPVPTMRTEERRAKAAAELRDQEERAVRLAAEQEAARRAEREAAERAGAAERAALREATELVEALR
RSEVDAEEAALARRVSRCEEAVSSESTGGGGDLQRRVDRLEASLGAATEGSLEERVGAIERLIGPEAAESAEQPLPVTEP
FAAVSLADAGLDTGRPVAPESTMGGETSCIICFERPKSHLAVPCSHLCVCGPCSELMRECPYCREPVMMWLAPRPV*   
>Ehux_100621                                                                    
MWLEKMLPVASKAPAGDALLAELEAEKEAEDKKKESKKGKKKKKGKGRAGSSQAHGEAAGEADLAEVDAEVAAPEAEKEA
GVPVRCLGETTARLSVVPEGQALEEPSPEIGAAAPADFAESFAPPSDSPSQLAAAAPDEDSIGPEDPSSDSVPDDAVSGE
PQPAAATVSLADADFDTGRAVVPESTLGGETTCIVCFTRPKTHIAVPCGHQCACGACADRMRECPYCREPVMMWMLQRLV
*                                                                               
>Ehux_310134                                                                    
MPLAEALPRLEALVEAAGEVEETAAAEERQCDLCWNAPRSVRFACGHALYCETCVPRVLERDTNCPTCRQPALPIVAIGT
QVAAQTTFVYQPPSRPAPQAQPVGVTAAVGRRGGRGGRGRGGRGGRGAGRGGSA*                         
>Ehux_100738                                                                    
MQAAASTAPAILAAARRHAPARKRGCRQRSRAACVVIRAAPGPLFDVTAAPGAGRREAERAADEARRAADAAALEEQRRA
IAAEVEAKLAAERAAAEERLLAREAERRAAEEAQREEQRATATARNAAQAEAERREKEAADKRAEEEKATRLAKAAEKKA
ARKEGKAKNKEAKKAPSAFKLEEERRAKAAAELRDQEERAAQLAAEQEAARRAEREAAERAGAAERAALCEAAELAEALR
RSEVDAEEALVRRVSRCKEAVSSEPTVGGGDLQRRVDRLEASLGAAIEGSLEERVSAIERLMGPGAAEAAEKHLPVTEPL
AAVSLADAGLDTGRPAAPESTMGGETSCIICFERPKSHLAVPCSHLCVCGPCSGLMPECPYCREPVMMWLAPRPV*    
>Ehux_206297                                                                    
MPPKKCSVVEAADRRAEEEKARRRAKAAEATAAKKEAKAKNNKAKKAPSACTLEEERRAKAAAEVRAQEERAAQLAAEQE
AARRAQREAAELAGAAERAALREDAELAEALRRSEVDAEEALARRVSRCEEAVSSESTGGGGDLVRRVERLEASLGAATE
GSLEERVGAIERLIGPEAGEAEEQHLPVTEPFAAVSLADAGLDTGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLCA
CGPCSELMRECPYCREPVMMWMVPRPGTLGRGTRRAATRNRLL*                                    
>Ehux_310209                                                                    
MPLAEALPRLEALVEAAGEGEEKAGAEERLCDLCWDAPRSVRFACGHALYCEACAPRVLERDSNCPACRQPALPIAATGR
LVAAQTTFVHQPPSRPAPQAQPVGATAAVGRRGGRGGRGRGGRGGRGGRGAGRGGSA*                      
>Ehux_206343                                                                    
MSSIVTQNDPHEERRAKAAAEHRAQEERAAQLAAEQEAARRAEREAAELAGAAERAVLREDAELAEALRRSEVDAEEALA
RRVSRCEEAVSSESTVGGGDLPRRVERLEASLGAATEGSLEERVGAIERLIGPEAGEAAPEQHLPVTEPFAAVSLADAGL
DTGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCREPVMMWLAPRPV*              
>Ehux_354275                                                                    
VRFACGHALYCETCAPRVLERDTNCPACRQPALPIAATGRLVAEQATFVHQPPSRTVPQAQPVGATAAVGGRGGRGGRGG
RGGRGGRGGRG                                                                     
>Ehux_100928                                                                    
MVPRRCPGAGASRLSRDGPVPPRSRAAGARRQLCRQTGRAKNRRGSGTGGTPKGKDGEGEIRLGWKGAYVRFGNTETGLL
KLVKGRGKWSPSEATAAAVAGEEEEAEEEGEEGEEEDAPKGKLKEQPGDYPFARQQDCDLRLFDFEAFGGFGKEVRSTLR
EAANQLSNKLSHAQHLDEVTWTTKNWHGLQMQRLSVVLHTAVAWQTAAEKAAEKALEAKGRREQREREEAAAAREREQAA
RRREAERAADEARRAADAAALEEQRRAIAAEAEAKLAAERAAAEETLRAREAERLAAEEAQREEQRAAAAARKAAQAEAA
RREKEAADRRAEEEKARRRAKAAEATAAKKEAKAKNNKAKKAPSALKLEEERRARAAAEHRAQEERAARLAAEQESARRA
QREAAELAGAAERAALREDAELAEALRRSEADAEEEALARRVSRCEEAVSSESTGGGGDLVRRVERLEASLGTATEGSFE
ERVGAIERLIEPEAGEAAEQHLPVTEPLAAVSLADAGLDTGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPC
SELMRECPYCREPVMMWMVPRPV*                                                        
>Ehux_207424                                                                    
MSEVEQSPAVATRGEAEEGRDLTAGVPAEDEEGGVDSASQLLESDLGGSLSDGLSAVGAMDAPGGAHNPAAVSLADARFD
TGRRMVPESTMGGETTCIVCFTNPKTHLAVPCSHQCACRACSARMERCPYCRAQVERWLEVRMV*               
>Ehux_102218                                                                    



MHASPSPSTLDLMVRSATRIALAAQNAAPLEQPAWSTEPAWRRDLRSTLQLDESDLDRSADVAVDGGWRRLGLSVRGRFE
DDAWLDAGGAAGWRVAYHGTDAGPNAIRSIVQTGLRVGGLGSNGDPARPRSGDTFGRGIYVTPSLNMGVMYASRGGRGFV
RTERGCSVLCVFCCAVRPGGFSVHEHKGGEVWTIGTEADCRATGIWSRSFSEDEQAFMRGSGKGPRRQQAERLAAEEAQR
EEQRAAAAARKAAQAEAARREKEAADKRAEEEKARRRAKAAEATAAKKEAKAKKKEAKKAPPACTLEEERRAKAAAELRT
QEERAAQLAAEQESARAEREAAELAGAAERAALREDAELAEALRRSEVDAEEALVRRVLRCEEAVSSESTGGGGDLPRRV
ERLEASLGAATEGSLEERVGAIERLIGSEAGEAAEQHLPVTDPLAAVSLSDAGLDTGRPAAPESTMGGETTCIVCFARVK
SHAAVPCGHLCACGPCSEQMQECPYCREPVMMWMVPRVRSSYGLLALL*                               
>Ehux_210114                                                                    
MKCRSRSAFLAPISYNDNTLRILPLNLLHRPESCRRALYWMVADGGGRLPSTFSHALKRRSLTPLAEEFSTNQVAAERRD
AAAVEAGGAGAGSASGGSSGPAEAARREKEAANRRAEEEKARRRAKAAEATAAKKEAKGKNKEAKKAPSAFKLEEERRAR
AAAEVRAQEERAAQLAAEQEAARRAEREAAELAGAAEQAALREAAELAEALRRSEIDAEEEALARRVSRCEEAVSSESTG
GGCLMRLVERLEASLGAATEGSLEERVGAIERLIGPEAAEAAEQHLPVTEPLAAVSLADAGLDTGRPAAPESTMGGEITC
IVCFARVKSHAAVPCGHLCACGPCSELMQECPRIAASQ*                                         
>Ehux_103204                                                                    
MTALQVLQARRAADAAALEEQRRAIAAEAEAKLAAERAAAEETLRAREAERRAAEEAQREEQRAAAAARKAARAEAARRD
KEAADRRAEEEKARRRAKAAEATAAKKEAKAKNNKAKKAPSACTLEEERRAKAAAELRAQEERAAQLAAEQESARRAERE
AAELAGAAERAALREDAELAEALRQSEADAEEALARRVSRCEEAVSSESTGGGGDLPLRVERLEASLGAATEGSLEERVS
AIERLIGPEAGEAAEQHLPVTEPLAAVSLADAGLDTGRPAPESTMGGETTCIVCFARAKSHAAVPCGHLCACGPCSELMQ
ECPYCREPVMMWMVPRPV*                                                             
>Ehux_311067                                                                    
MPLAEALPRLEALAEAAEAAASPSQSLAGAAAAEADGEARQCDFCWSAPRSVRFACGHALYCEACAPRVLERDTNCPACR
QPALPLAAIGTHVAEQTTFVYQPPARAVPHPPPAGGAAVVGGRGGRGGRGGRGGRGRARGEGRGAGGS*           
>Ehux_211723                                                                    
AEAARREKEAADKRAEEEKARRRSKAAEATAAKKEAKAKNNKAKKAPSALKLEEERRARAAAELREQEERAARLAAEQEA
ARRAEREAAELAGAAEQAALREDAELAEALRRSERDAEEEALARRVSRCEEAVSSESTGGGDLMRRVERLEASLGAATEG
SLEERVGAIERLIGPEAGEAAEQHLPVTEPLAAVSLADAGLDTGRPAAPESTIGGETTCIVCFARVKSHAAVPCGHLCAC
GPCSELMRECPYCREPAMMWMVPRPV*                                                     
>Ehux_356699                                                                    
TPPPPLSSTARLRVLRDAASALHYLHTLSPMILHRDVSAGNILLDERGNGYLADVGLARAAEATAGGSQQVSHLSTQRIF
GKPGYMDPIISLDGQASQLTDGFALGITLLVSLTGRGALGLLNACDDALEEPDTAESIAAADAGWSAAQAEELTRLVVGL
ALVRKKKRMPLAEALPRLEALVEAAGEVEETAGAEERLCDLCYDAPRSVRFACGHALYCETCASRVLERDTNCPACRQPA
LPIAATGRLVAEQATFVHQPPTRTVPQAQPVGATAAVGGRGGRGGRGGRGGRGGRGGRGGRGRPRDEGRGAGGS*     
>Ehux_212152                                                                    
MECTARHSVPKIQAHDRGICSDRTLHAYLPRKFFTARPTSKEPEPSDEAARREKEAADRRAEEEKARRRAKAVEATAAKK
EAKAKNNKAKKAPSALKLEEERRARAAAELREQEEKAARLAAEQEAARRAEREAAELAGAAEQAALREDAELAEALRRSE
VDAEEEALARRVSRCEEAVSSESAGGGGDLPRRVERLEASLGTATEGSLEERVGAIERLIGPEAGEAEQHLPVTEPLAAV
SLADAGLDTGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCREPVMMWMVPRPV*       
>Ehux_451978                                                                    
MLTHPAGEAATRAREGTRGAAWVVRGTGGGQTTLRLHPHTPPPPSSLRRHFTSFDLPPSLREELLTLAPPGTRPFSPAEL
RAYLKRKLTDPKKREKRLAHRAWAGMHSAAFCLELLDFCIGDLQGGGAKGGFANLVGLLLLPLASGGLAYVGQASRGGEP
HVVATVQQQTLLPHLRSRFVSPECTAHETLGAYFLHNDEFLRAARLQSVTLSFFAQQLQPLQMQPSATYLHTVWQTMGRS
AGGAIKPTPEVVELFGSKTLLPLRSGQVVAVGELSSTLALPAPLLQLELDGAASHWAPQASQAADAEPAAARPRVDELMS
TLAVPVVDTAFVCVDEAPLKDQTAAAEALAGYIAADATEPHQLAPALVDKLGARDAAHGALEWSQLSRDGSRALLGLFAE
HHVREEAVAMAQDWPPADPDASTEEAREAANGSPRLVSAGRAAALKRMPLYESVQGSLVPLEPRRYLLPQRHPFFTPRTD
EFLTPTAPAPVLSLLRALGVESLEDADVFEKFLLPAFGEASLERQEAMRRHLLANWQRLRQHDGVRAALSRTRFVPTAFG
LLAPSELLDPRNNLLSYIFGGEDRFPAQQCSTEEWLAMLGALGMKTQVDRDAFLQCARKVEALGASTSDRPPPDVLSRAG
LLATHLVDNLTTLAGAPADAAPVSSEELVDDDAAASPAEAAAEADGLSAPDFCTALRGIRFVPSHAPVASLAPHEGPPTL
ASLEECALHTDRHLVWTVSPLLKEEWAPPRSLWARLGLVHPPPCDRVVSHAHNLSQFTADAWPWEGQPPEEVFGALWLYI
SQNPSLIGPEARKRLCELPTVLCGAALVKPSRIFRSCFPFCQPLMQPLSAVSLSPPPTPEVLLGMGMGEEPQLHDFVALL
REVLREYACATECRGFRPRADMAVPTVEGGVAPLSSSVINDAPDLLRRVRPGSLQAASPALSLEVRAALKVRRLSEAVRE
ELSREESDLEPVELARAEELGLRIRGAGFARAAAALLASEAARRDPALQAAPQRLRPEAIVEALAPYRVVIVPRIQTRLR
AVPSDEAVGVAGEGPSSAWFILPASTIFLEARPRCGTSHEELLSLAVLALLQTEPPATLAPLLSCAASDLDDALSLLRYA
PPARFEAAASQCTPGTPVSAADEPLLQLKPLRPLFTAEVVAVDAPAPGSGRVYALVDGVGERGDARAAVNLRVGGGQTRA
VLPLSVFSFRSLRLPLGDAANVPLGLERKEMLARNLQLQEELKMSRRELQGALREAKAASDELGELKESNTCQICLSRRV
DALLVGCGHLLCRQCVATITASGNNRCPFCRRDYEQVALFYAASPDGSGM*                             
>Ehux_212804                                                                    
MILHRDVSAGNILLDERGNGYLADVGLARAAEATAGGNQQVSHLSTQRLFGKPGYMDPIIMHDGQASQLTDSYALGITLL
VSLTGRGALGLLNACDYALDEPDTAEGIAAADAGWSAAQAEELALVEAAGEVGETAAAEERLCDLCWDAPRSVRFACGHA
LYCETCAPRVLERDSNCPACRQPALPIVATGRLVAAQTTFCYDDALLD*                               
>Ehux_311291                                                                    
MPLADALPRLEAIVEAAGEVEETAGAEERQCDLCYDAPRSVRFACGHALYCETCAPRVLERDTNCPTCRQPALPIAATGR
LVAAQATFVHQPPSRTVPQAQPAGASAAVGGRGGRGGRGGRGGRGGRGRRGAGGS*                        



>Ehux_357059                                                                    
MPLAEALPRLEALVEAAVEVGETAAAEERLCDLCWDAPRSVRFACGHALYCETCVPRVLERDTNCPACRQPALPIVATGR
LVAAQTTFVHQPPSRTVPQAQPVGATEAVGRRGGRGGRGGRDGRGGRGGR                              
>Ehux_213199                                                                    
MLPKRRCARRLRRRRRLGGAAGGAAARKVGEGGFGRVYRADALPSLPRVACGFAVKTALVGVGAQGLAELQSEVRTLSAA
CHPSLLPLLGVSLAPARACLVYPLCRGGSLEDRLYRSPAALQRLRMLGFETAPPPLSSAARLRVLRDAARALRYLHTLSP
MILHRDVSAGNILLDERGNGYLADVGLARAAEATAGGQVSHLSTQRIFEKAGYMDPIITQDNQASQLTDGYALGITLLVA
LTGRGAVGLLNACDDALEEPDTAEGIAAVDAGWSAAQAEELARLVVGLALVRKKRRMPLADALPRLEAIVGAAVEVEETA
GAEERQCDLCYDAPRSVRFACGHALYCETCAPRVLERDTNCPTCRQPALPIVATGTQVAAQATMCE*             
>Ehux_214589                                                                    
MLGSESPQLLSQPPPPALPGVLAAACTDHSEECVAWAAQGECVANEGYMLKSCARACDVCGLPSHDAKALLEVRHASDMC
INLHESCVSWADRGECTSNKDYMMKNCARACSICGLKFYYTGPDTTRDDGSTLLRGERAWAAAGVCEERPIYMNTYCART
CDTCDESKLLLYAREAFNDPVRFFHFLVWAARENLSDPSFLVEAFAMLLLVEMASRKGQNKKAKARRTKGGGGGTAGPPQ
ESEEPAAEEAKALEESARPEEGGPVGGAATPGGPSIISLADANISTGRPAVPESTVGGQTTCIVCFTNPKSHIATPCGHV
CACGLCSVKMDKCPICRAPVERWFLVHVA*                                                  
>Ehux_214613                                                                    
MSAARFEPMEVEDGESCTVCMSRPRTVRNQPCGYATLCELCTIKMIKSRTIDCPLSRTFATLLEFLQAVQDSDSEGGHAL
VPNGVIALEGGAFYECSTLTSITLPDSLTAIGDEAFNGCDYLTAVTLPDSLASISERAFGGCSALTSLTLPDSLTSIGVA
AFNGCAFFRCSALTAVTLPDGLTTIGNEAFRDCPLDAESAAALRASNPRAV*                            
>Ehux_357815                                                                    
MPLAEALPRLEALVEAAGEVEETAGAEERQCDLCYAAPRSVRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGR
LVAAQATFVHQPPSRPAPQAQPAGATAAVGGRGGRGGRGGRGRGGRGGRGAG                            
>Ehux_104859                                                                    
MPAALREAEAAEKALEVKGRREQREREEAAAARERKQAARQREAERAAYEARRAADAAALEEQRRAIAAEAEAKLAAERA
AAEEMLRAREAERLAAEEAQREEQRAAAAARKAAQAEAARREKEAADRRAEEEKARRRAKAAEATAAKMEAKAKNNKAKK
APSACTLEEERRARAAAELRAQEERAAQLAAEQESTRRAEREAAELAGAAERAALREDAELAEALRRSEADAEEALARRV
SRCEEAVSSESTGGGGDLQRRVERLEASLGTATEGSLEERVGAIERLIGPEAGEVAEQPLSATEPLAAVSLADAGLDTGR
PAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCREPVMMCPRPV*                    
>Ehux_215195                                                                    
MTKNNEDGDSCSACMSRPRTVQNQPCGHAMLCELCTFRIIDPRSQSCQCPLCRREVTSFRFLPSTNAGVVRAARMDTYEV
AADDSAALDWPTELRQAAALLEQGELRQALEKAASVVGALELKLQASTAEPEPTGEAGAQAFATLLEFLQAMQDSDSEEV
AAAASTRLYPTA*                                                                   
>Ehux_452666                                                                    
MPDGSVTLIATPSVAHRFAPVVAWFWHDVVDWLSEGRDAHEGVSPGECASWARKGECASNLPWMVLHCAASCAEHLPHCR
GGVCLYDLTVEPAGSRRTVSVKGFSAVGSDAAARRAVEMGGTLALTYELTFPAIAADRRLLVAVNHTKQDSEAWAGHPTL
YYQSGSLVHSYIVCDFYLSEIALGISFLTGWLSLIALRRQLCQMFPEWAEVAPTWVAHALLFAGLVLPVFLGWVRGMMTL
LRLTSPSTVFGWQLFIRLDWLQLASYLAVRGRMRRAHMLLPPAEDYVNGAVQRLLGWLLDASNVVDWLAVAIFELPRSLL
ALSIRPSVVLVRWLDRRLRISSGEIAIGESLGHLAATHGGYALWTPVLAAYPVLELGLAVFRSPSQWLALALTPARVLTA
LPLVVLLMPEEVDGALRLCIAALRLVASACCAAGVRIVQAVWRWAAGAVLQEEVEHRANTRRVAVGSRVVWISHDPDIPV
GQIGKVLSRAAGHAGEFCVQFPNGTWRFAESSLRVAPESASEQRQRLRAAQGPGAGDVGGIAARQRRRRGWTASQLEEEK
QRRQQEQSRVAQAAESGGTQGVQGAEAEEASGATVAARVAGSVMEWEWFAIAITVNFLVVTGGRVGLPLSLAPRVLLAPS
GWTADGIVDVAINLTLAQATASLTSYIAGLDNSTLAEALSNQVSNHAWSRAVQRWCADRVADGALAARLAEYFSGDAFGV
EAALDSVWTRVLAPLKGLASRGSRGWSWCKACVSHLMHNLAAGGTGRRQQGPSAHEGAQDGLHSADTQTTPGLARQALRR
GSTYASDDGASPGAGGGGEPSAPADGEPQSAQQPAVAVSLANAAFDTGRPAAPESTLGGDTTCIVCFTNPKTHIAAPCGH
LSACGACSAKMEQCPYCREPRRRAAKRACD*                                                 
>Ehux_215698                                                                    
MPSSELLVQAWSKHALVKCIGLETACFEAEERRAKAAAELREQEAKAERLAAEQEAARRAEREAAERAGVAERAALREAA
ELAEALRRSEVDAEEEAMARRVSRCEEAVSSESTGGGGDLHRRVDRLEASLGAATEGSLEERVSAIERLIEPEAAEAEQY
LPVTEPLAAVSLADASLDTGRPAAPESTMGGDTTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCREPVMMWMVPR
PV*                                                                             
>Ehux_105224                                                                    
MGFTALSRATSNKHVRCVEAIRQHLKELSARAMLDEGCIELMHSGQTAGQAGIKPYRVQILEIKPTQADRYRVIISDGRH
YMQARHLAPPPPASPEPATAPQRCRRRKPRTRCTQLTVPRFALAQAMLSATLSPMLQGVGIRALSIVRIDNHVMNTVILI
LQFALISNDQPQIGLPQQSFPAPPSDAEESKKARKKKKKAGSSGEAGPSSQECELQAPAEEASTAEAAAAAATAAVEVEL
AVALEESTRLTDEAARAAEEQAPFAAPAGAVAAASDAQPAPMETPMRETPPPVAVVSLADARFDTGRPAVPESSLGGETT
CIVCFTRPKNHLAVPCGHQCACGPCSAKMPQCPYCRAPVMVWMDSSRIRSV*                            
>Ehux_215870                                                                    
MNRSELREFALRASFAGFWKNDQGDRAAINANTEAADGSEALRAARRLRDELAERKARKVGEGGFGRVYRCDALPSLPRV
ACGFAVKTALVGVGAQGLAELQSEVRTLSAACHRSLLPLLGVCLAPARACLVYPLCRGGSLEDRLYRAPAALQRLRMLGF
ETPPPLSSAARLRVLRDAARALHYLHTLSPMILHRDVSAGNILLDERGNGYLADVGLARAAEATASGSQQVSHLSTQRIF
GKPGYMDSIITHDGQASQLTDGFALGITLLVALTGRGALGLLNACDDALEEPDTAESIAAADAGWSAAQAAELMRLVVGL
AYERKRKRMPLAEALPRLEALVEAAGEVEETAGAEERLCDLCYDAPRSVRFACGHALYCETCAPRVLERDSNCPACRQPA



LPIAATGRLVAEQATFVHQPPSRTVPQAQPVGGTEAWYAV*                                       
>Ehux_105427                                                                    
MAKREAAAKAAAAAAAAAAAATAAAEAEAEAAAEAEAAAERDTQAAEEDAVDVQTVAATAEELGLAAEGVGDLLRRANLL
EIEPQGSLREQAEVALAALIGVPLPPPTPSEAALSEYSAAEAASSDTGGAGTGVGLRDAEPASETRATPASIEPAISPSR
GRGGRGRGDRSVGVYSASPSSAEATPSDPPAAIVVSLAAATFDTGRPAVPESTLGGETTCIICFTRPKSHVAIPCGHLCA
CSSCSARMEQCPICRERVLTWTLLRVA*                                                    
>Ehux_216240                                                                    
MVLVRTLTNRDNLFFTGVTATAASALSAVGTRLSWARAEPPPPPSSSSSRRMRTALAESLADEANRSAAQPLLSPSQRSV
LVQVLLRWLSATPASFDGPAPFSKGARLATKQVCWGARANTIYAPCGHVVACLECTARLRRLCCPVCQANVSDVIQLFTT
*                                                                               
>Ehux_216727                                                                    
MPAAQRAREDASKAVEPRAVQPSELLEPEVRIQERGALSTLPEQAALPEQAASPASPASEKVIEDSEPGAPYNDALVNDS
PALDSPPPIGVVSLADAHFETGRMVPESTMGGETTCIVCFTRPKTHVAVPCGHHCACGPCSERMQDACPYCRGPVVMWMT
YRPV*                                                                           
>Ehux_105788                                                                    
MGRREASGAAAVAGASSDAWVAAAAASVRAASTAAAAAAAGGAAGGAAGGAAGGALERTVRQSGLPLGLPSAEPFPKAEE
AMRRGEALLAELEAEAEAEARSKESKRSKKRKKKKGKGEAVGPSQGEASQGEAEVAKETEEEAAAEAAEAEAVAAAVAVE
VAAVAVEVEAAATKAEAVEAEAEEATAESGPAELLPLLAEISLADASFDTGRPVPESTLGGETTCIICFTNPKSHVAVPC
GHLCACGPCSDRMSACPYCREPVALWVLTRPV*                                               
>Ehux_217413                                                                    
MLVQWCLGFLSFCFTYAYADLRELRVAMGMGARRADAKHSERTADAKHSRRAAKAEARRAAKAAARKAAEAAQRQDAVDA
EMVAAIAEELGLAAGSVSLSSAEAAPSDPPAAVVVSLADAMFDTGRPAVPESTLGGETTCVICFTRPKSHVAIPCGHLCA
CSSCSARMEQCPICRERVMMWTLLRVA*                                                    
>Ehux_312087                                                                    
MQCAVCPSSPAAMALSLPCSHVMCASCAASALGRTRRCPVCDATATSAAPAEPSASTVVIKHNGAAFTLGVVDDEPLYPL
CVSVWRYPAGRVKLISRGTVLKREEARAVPGMVLQLMASSGAIEPVAIPRLRVRSAEWWEAATGFLRATWTALPARGHWL
SWMWRLVSTVTLFFRSLIAPMPPPAPREGPR*                                                
>Ehux_218767                                                                    
MRSWQRRCAGQSESTGGGGDLPRRVERLEASFGTATEGSLEERVGAIERLIGPEAGEAAEQHLPVTEPLAAVSLADAGLD
TGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCREPVMMWMVPRPV*               
>Ehux_218769                                                                    
MSLVEAKAKNNKAKKAPSAFALEEERRAKAAAEVRAQEERAAQLAAEQESARRAEREAAELAGAAERAALREDAELAEAL
RRSEVDAEEALARRVSRCEEAVSSESTGGGGDLPRRVERLEASLGTATEGSLEERVGAIERLIGPEAGEAAEQHLPVTEP
LAAVSLADAGLDTGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMQECPYCREPVMMWMVPRPV*   
>Ehux_218801                                                                    
MCDGSNPLSGARQGRAANRRAEEEKARRRAKAAEATAAKKEAKKLEKRPLPASASATVALTDLARALGATDATLSDVLGL
EDDLLALLPSPCLALILIYPTRVGGSCGTVALLHALSNSTPALAVEPGSPLEELLSTPEPGDGEAALVARHSEWLANSTA
VRAAHERCAELSTAAAAAGRQGRHYVALGRREKEAADRRAEEEKARRRAKAAEATAAKKEAKMKNNKAKKAPPAFKLEEE
RRARAAAEVRAQEERAARLAAEQEAARRAKREAAELAGAAEQAALREAAELAEAFRRSEIDAEEEALARRVSRCEEAVSS
ESAGGGDLMRRVDRLEASLGAAIEGRLKERVGAIERLIGPEAAEAAGQHLPVTEPLAAVSLADAGLDTGRPAPESTMGGE
TTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCRSSQ*                                      
>Ehux_219306                                                                    
MALLLSDMAALSYLFFRAHLLFAFIPFESVAELIKRANETLEIEPQGTLQEQAEAVLSALVGASHPYDAGQAAGGDEDTV
APLASVSLADANFDTGRPTVPESTLGGETTCSVCFTNPKSHVAAPCGHQCACGPCSARMESCPICRAPVLMWMQLRVA* 
>Ehux_219813                                                                    
MAQREAADRRAEEEKARQRAKAVEASAARKAAKEKNNKAKKAPSAFKLEEERRAKAAAELREQEERAARLAAEQEAARRS
EREVAERAGAAERAALREAAELAEALRRSEVDAEEEALARRVSRCEEVVSSESTGGGGDLQRRVDWLEASLGAAAEGGLE
ERVSAIERLIGPEAGEAAEQPLPVTEPLAAVSLADAGLDTGRPAAPESTMGGETSCIICFERPKSHLAVPCSHLCACGPC
SGLMLECPYCREPVMMWLAPRPV*                                                        
>Ehux_219888                                                                    
MAGRREPAVSEADATATLRDAGSEGAQADAAGELSDTLTAKLDASNSTLLKWRSKRQPPDGQASIEQVYQALSCVYTRSA
IHGEGAICVDCHRTEALVATGGADGVVCLYDTPQRKVLAEMKGHDGPVHRVRLHPRKDVAVSAGADAINDVCIHPGLEYT
VSASADGSWKMADLATGECVVSVEDAVALSHGGFSCSDVHPDGMLFSVGVPSGNVKVWDLKSRTDVASFGLEQPTTCLSF
SENSFYFATGGAEGVLKVWDLRKFGDNRLEAVHAMELGAPVRSAVFDYSGQFLATAAGTVTVVGGTSDWCPLYESTSWAS
LAEHEVAASGVSFGPGASMLAAVCPSGDLFIYGRGAGAGPAPTATAQERDGERSSIIEEHLAAARLAEAAGQLPTELEAK
SRGEAPWADLAAAAQARLRAVPEGEALEEQAAEPAWAPPALSPSRLSLAAPDEDPLGDEDSSSGSVPDDAVSGEPQPAVA
AVSLADVIFDTGRAAVPESTLGGETTCIVCFTRPKTHIAVPCGHQCACGPCSDRMRECPYCREPVMMWMLQRLV*     
>Ehux_220020                                                                    
MSDGASEAAAAEQASAVDHGREEEGQQAAPNPAVAGAEDAVGEAGAGHAGRSTPSAPPPEVLSLADASFDTGRRDAPEST
IGGQTTCIVCFTRPKSHVALPCGHQCVCGPCSARLRACPYCRTPAERWWHVRVV*                         
>Ehux_107298                                                                    
MEVGLCQRLITHLCLGDALLAELEAEKEAEDKKKESKKGKKKKKGKGRAGSSQAHGEAAGEADLAEVDAEVAAPEAEKEA



GVPVRCLGETTARLSVVPEGQALEEPSPEIGAAAPADFAESFAPPSDSPSQLAAAAPDEDSIGPEDPSSDSVPDDAVSGE
PQPAAATVSLADADFDTGRAVVPESTLGGETTCIVCFTRPKTHIAVPCGHQCACGACADRMRECPYCREPVMMWMLQRLV
*                                                                               
>Ehux_220382                                                                    
MTELAFARLRTIVRLGEAVPAAAHRVFFAKLRPLCPLAAGAFARLLLAGGLKKNSKNDPRRKSSFSQRAKEEKAKQRAKA
AEKKAVRKEGKAKNKEAKKATPAFKLEEERRAKVAAELREQEERAARLAAEQEAARRAEREAAELAGAAEQAALREDAEL
VEAMRRSEVDAEEALARRVSRCEEAVSSESTGGGGDLQRRVDQLEASLGAATEGSLEERVGAIERLIGPEAAEAVEPHPP
VTEPFAAVSLADAGLDTGRPVAPESTMGGETSCIICFERPKSHLAVPCSHLCVCGPCSELMQECPYCREPVMIVARPAPG
VILSLHRDLFQS*                                                                   
>Ehux_220386                                                                    
GLSEDEAALAAAEEVEFEESARLEDETRRPAGEQAPPAGSTSDPPLRTEEQPVAALSLADANFDTGRAAVPESTLGGETT
CIVCFTRPKDHVAIPCGHQCACGDCSAKMEQCPICRQSVLMWMDSSRIRLA*                            
>Ehux_220495                                                                    
MDRWWAHARVAAAQEERRAKAAAELRAQEERAAQLAAEQEAARRAEREAAELAGAAEQAALREDAELAEALRRSEADAEE
ALVRRVSRCGEAVSSESTGGGGDLPRRVERLEASLGAATEGRLEERVSAIERLIGPEAGEAAEQHLPVTDPLAAVSLADA
GLDTGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMGECPYCREPVMMWMVPRPV*            
>Ehux_312481                                                                    
MPLAEALPRLEALVEAVGEVEETAGAEERLCDLCYDAPRSVRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGR
LVAAQTTFVHQPPSRPAPQAQPVGATAAVGRRGGRGGRGRGGRGGRGGRGAGRGGSA*                      
>Ehux_312491                                                                    
MPLADALPRLEALVEAAGEGEETAGAEERQCDLCWDAPRSVRFACGHALYCETCAPRVLERDTNCPACRQPALPIAATGR
LVAEQATFVHQPPSRTVPQVQFVGATAAVGRRGGRGGRGRGGRGGRGGRGAGRGGSA*                      
>Ehux_220633                                                                    
MLLRASSPLLLLLLMGAAADPLREAIMGQTEAQLEGIADRVGIDHGVMQGEGRLEALRKAGLPEDEAALAAREEAEPAAA
LEESARLEDEARRPAEEQAPPAGSTGDPLLSEEQPVAALSLADANFDTGRAAVPESTLGGETTCTVCFTRPKDHVAIPCG
HQCACADCSAKMEQCPICRQSVLMWMDSSRIRLA*                                             
>Ehux_220989                                                                    
MAAGSAGEGAGSNTELPDAGLDTGRPAAPESTMGGETSCIICFERPKSHLAVPCSHLCVCGPCSELMRECPYCREPVMMW
LAPRPV*                                                                         
>Ehux_221114                                                                    
GLSEDEAALAAREEAELAAALEESARLEDETRRPAEEQAPPAGSTSDPPPTEEQPVAALSLADANFDTGRAAVPESTLGG
ETTCIVCFTRPKDHVAIPCGHQCACGDCSAKMEQCPICRQPVLMWMDSSRIRLA*                         
>Ehux_107742                                                                    
MIPAAHEKATNAVCDSSSDSGQWRSTRSPLASVIPRPPRHRERAEAARHATELLAEIEAEEEAEERRSKGKGKKKKKKKN
KGGAADAAGPSQEPEATEAEAPAAAEEAELAAALEESVRVEGEARYTAGEQAPVPEAGEAGVASEAAPSPSGPQPPPAAV
SLADAGFDTGRPAVPESTLGGETTCIVCFSNPKSHVAGPCGHLCACGPCSARMESCPICRAPVLMWMQLRVA*       
>Ehux_221179                                                                    
MLGTGKRARSDAAEADASSTDNSVTRKHENGDSCTVCMSRPRTVRNQPCGHATLCELCTIKIIDPRSQSCQCPLCRREVT
SLKFLPSTNAGVVRAARMDTYEAAADDSALQASTAEPEPTDEAGAQAFATLLEFLQAMLGSDSEDDSAFEGCSALTAVTL
PDSLTSIGDYLTAVTLPDRYTSSSIEHLDWLRRLLGLPSLSLFGRNSEAM*                             
>Ehux_453901                                                                    
MWVEYYIDGESTPSIAFQPSMMCGLGFPTQIAKDFEYSAGGLCGKTAPVGGWSNTFPIPFYKSAVVTVRADPSDGAGCYG
GYVSVRGTPRLPLVLPHSGLPLPTGSRLTLQRQPLLLRQPLEFVTLATLLQGQSGFLGKRFQSALSGLTLFERGTEYEYL
SAFRLHTSDPLVMTDGGKLTWRVGAKADPGTTKWCGNPLPPGAAELGLDEERETVGRQLSPVNVTTYAWVYTPPLPLSSA
ARLRVLRDAASALHYLHTLSPMILHRDVSAGNILLDERGNGFLADVGLARAAEATAGQVSHLSTQRIFGKPGYMDPIISL
DGQASQLTDGFALGITLLVALTGRGALGLLNECYDALEEPDTAEGIAAADAGWSAAQAEELARLVVGLAYERKRKRMPLA
DALPRLEAMTEAAGEMAASPPPSLAGAVAAEADADAERQCDLCWSAPRSVRFACGHALYCEACVPRVLERDTNCPTCRQP
ALPIAALE*                                                                       
>Ehux_360725                                                                    
MPLAEALPRLEALVEAAGEVEETAGAEERLCDLCYDAPRSVRFACGHALYCETCAPRVLERDTICPACRQPALPIAATGR
LVAAQTTFVHQPPSRTVPQVQPVGATAAVGGRGGRGGRGGRGGRGGRGGR                              
>Ehux_466509                                                                    
MVSFDRPPVLYGDKLTAASHPRLATKLIPYDQLKQTLRRLDPDSDSHSAIEGIFLTQLLSAINQACGYPLCPKAPAFHPT
EAAKARRAAMPLVNNLMKSMEAELCTRLEALTALLHEPRRWVCGRVEAFGTVSLGTLLPLLQGVARDKLEAVGAFVRLCE
EVDALRTYALLNLLAATKLVQKHDRHSPILIGDSVMSFIGSLSICQSRLLAASLAQAEGVAADVVCAAVGATAVESSGPE
CSSCMGKLSLPVVLSCAHRFCYSCLSRARLNKCPLCSQETELDPASFRIEPVLARFVDANATGGDRSLFGKLLRKRCCTP
PAMQSSSSHQGAPAAEPNQCDGLSTTARTAEADGAAGGEDAFAWAEASHVLGSSRGDLPRRHLTPRES*           
>Ehux_108918                                                                    
MACLFAYRHDEEAEAAEKAAAKALEAKGRREQREREEAAAAREREQAARRREAEREAREARRAADAAALEEQRRAIAAEA
EAKLVAERAAAEETLRAREAERRAAEEAQLAEQRVAAAARKAAQAEAERREKEAADKRAEEEKAKRRAKAAEAAAARKAA
KEKNNKAKKAPSACTLEEERRARAAAEVRAQEERAAQLAAEQEAARRAEREAAELAGAAEQAALREAAELAEALRRSEID
AEEEALARRVSRCEEAVSSELTGGGDLMRRVERLEASLGAAIEGSLEERVGAIERLIGPEAGEAAEQHLPVTESLAAVSL



ADAGLDTGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMQECPYCREPVDRKVADLITAAGASAPADA
VFGGRFATGEAPRPTTSASEADEGDGVGGDGGTGTHFDLFEPDGPHPHGGPLRIALAYAPSAHWALIDVTRPLECGAQVL
VLEKTPQTRHGPFWLSAEILS*                                                          
>Ehux_312982                                                                    
MPLAEALPRLEALVEAAGEVEEKVGAEERQCDLCYDAPRSVRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGR
LVAEQATFVHQPPSRPVPQAQPVGVTAAVGRRGGRGGRGRGGRGGRGGRGAGRGGSA*                      
>Ehux_312991                                                                    
MPLAEALPRLEALVEAAGEVEETAAAEERLCDLCWDAPRSVRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGR
LVAAQTTFVHQPPSRPAPQAQPVGVTAAVGRRGGRGGRGRGGRGGRGAGRGGSA*                         
>Ehux_361495                                                                    
VRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGRLVAAQTTFVHQPPSRPAPQAQPVGATAAVGGRGGRGGRSG
RGGRGGRGRGGGAAALL                                                               
>Ehux_224167                                                                    
MGDLCAGFLLEERVYRFDGSTVLVIKTDVTHTVTHQTTHILPPAGTQNALDESHKKASAQQAARRTGVLGCSLDAGERIA
HALDGGEAKTPMVEAARREKEAADKRAEEEKARWRAKAAEATAAKKEAKAKKKEAKKAPSACTLEEERRAKAAAEVRAQE
ERAAQLAAEQEAARRAEREAAELAGAAEQAALREDAELAEALRRSEVDAEEALVRRVSRCEEAVSSETTGGGGDLLRRVE
RLEASLGTATEGSLEERVGAIERLIGSEAGEAAEQHLPVTEPFAAVSLADAGLDTGRPAAPESTMGGETTCIVCFARVKS
HAAVPCGHLCACGPCSELMRECPYCREPVMMWMAADQLSNKLSHAQHLDEVTWTTKNWHGLQMQRLSVVLHTAVAWQTVN
ELACGDSGIVHGAKCIAVLNGVA*                                                        
>Ehux_313096                                                                    
MPLAEALPRLEALVEAAGEVEETAAAEERQCDLCWNAPRSVRFACGHALYCEACVTRVLERDTNCPTCRQPALPIVAIGT
QVAAQTTFVYQPPSRPAPQAQPVGVTAAVGRRGGRGGRGRGGRGGRGAGRGGSA*                         
>Ehux_225653                                                                    
MRAHIVLSRAAPGRRAEEEKARRRAKAAEATAAKKEAKAKNNKAKKAPSAFALEEERRVKAAAEVRAQEERAAQLAAEQE
SAKRAEREAAELAGAAEQAALREDAELAEALRRSEADAEEEALARRVSRCEEAVSSESTGGGGDLPRRVERLEASLGAAT
EGSLEERVGAIERLIEPEAGEAAEQHLPVTEPLATVSLADAGLDTGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLC
ACGPCSELMQECPYCREPVMMWMVPRPV*                                                   
>Ehux_225742                                                                    
MPYGPGEVLLLSATPELGFADINRFCAVEAESSIDNRARVLGLNLLCALYEEAKAKNNKAKKAPSAFALEEERRAKAAAE
VRAQEERAAQLAAEQESAKRAEREAAELAGAAERAALREDAELAEALLRSEVDAEEALARRVSRCEEAVSSESTGGGGDL
PRRVDRLEASLGAATEGSLEERVGAIERLIEPEAGEAAEQHLPVTEPLAAVSLADAGLDTGRPAAPESTMGGETTCIVCF
ARVKSHAAVPCGHLCACGPCSELMRECPYCREPVMMWMVPRPV*                                    
>Ehux_226294                                                                    
ALKAAINANVEAADGSEALRAARRLRDDLAERKAREAKALKRQRQKEARKVGEGGFGRVYRCDALPSLPRVACGFAVKTA
LVGVGAKGLAELQSEVRTLSAACHPSLLPLLGVCLAPARACLVYPLCRGGSLEDRIYRTPAALQRLRMLGFETPPPLLSS
AARLRVLRDAASALHYLHTLSPMILHRDVSAGNILLDERGNGFLADVGLARAAEATAGQVSHLSTQRIFGKPGYIDPIVL
NDGQASQLTDGFALGITLLVSLTGRGALGLLNACDGALEEPDTAEAIAAADAGWSAAQAEELVRLVVGLAYERKRKRMPL
AEALLRLEALVEADVATATSPPHVAGVAVAEAGGNARQCDLCWSAPRSVRFACGHALYCETCAPRVMERDTNCPACRQPA
LPIAAVGAHVAAQTTANRSP*                                                           
>Ehux_362765                                                                    
RAPAALQRLRMLGFETPPPPLSSAARLRVLRDAASALHYLHTLSPMILHRDVSAGNILLDERGNGYLADVGLARAAEATA
GGSQQVSHLSTQRIFGKPGYMDPIISLDGQASQLTDGFALGITLLVSLTGRGALGLLNACDDALEEPDTAESIAAADAGW
SAAQAEELTRLVVGLALVRKKKRMPLAEALPRLEALVEAAGEVEETAGAEERLCDLCYEAPRSVRFACGHALYCETCASR
VLERDTNCPACRQPALPIAATGRLVAEQATFVHQPPTRTVPQAQPVGATAAVGGRGGRGGRGGRGGRGGRGGRGGRGRPR
DEGRGAGGS*                                                                      
>Ehux_313566                                                                    
MPLAEALPRLEALVEAAGEVEETAGAEERLCDLCWDAPRSVRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGR
LVAAQTTFVHQPPSRPAPQAQPVGATAAVGRRGGRGGRGRGGRGGRGGRGGRGAGRGGSA*                   
>Ehux_313622                                                                    
MPLAEALPRLEALVEAAGEVEEKVGAEERQCDLCYDAPRSVRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGR
LVAAQTTFVHQPPTRTVPQAQPVGATAAVGGRGGRGGRGRGGRGGPGGRGGRGAGRGGSA*                   
>Ehux_313672                                                                    
MPLAEALPRLEALVEAAGEVEETAGAEERLCDLCYDAPRSVRFACGHALYCETCAPRVLERDSKCPACRQPALPIAAIGR
LVAAQATFVYQPPSRTVPQAQPVGATAAVGRRGGRGGRGRGGRGGRGAGRGGSA*                         
>Ehux_363330                                                                    
MPLTVALPRLEALVEAAGEVEETAEAEERLCDLCWDAPRSVRFACGHALYCETCAQRVLERDSNCPACRQPALPIAATGR
LVAAQTTFVHQPPPRPAPQAQPVGATAAVGRRGGRGGRGRGGRGGRGGRGAG                            
>Ehux_441252                                                                    
MCSGWLSPSSWTAYNYDRVTWASLFWPVYLFGALLGFTLCFAACCGLPMLLRRCVVTPLAALLLFLFSLTVALFVPALTF
LVRLTAWLDGDRLISAEAIMLPYITALLLLLTVMTGAVFFMAVSLSRRAVRAATDADADDEPPLEDLPWMFVRESSTLFR
VVQGPLERQFAPPEHSACLVAPCEQRSQEACADDDDEAELGRAAPRCAPSPPPPPDPPLPAAPLSAESADAAAAATASAM
PASAASASASASASASAPLLSASCGELSNEVAISSGQIAISIDDQPLSARGADAALFGGAPLLGGGGAGSGGGGAVALSE



SRSEAGSADGGSGSGSETGGDHCWICFTGPREAVLLHCGHGGICYACAERCWKLRPRVCPLCRERVAGIARVAPNPAHPK
LYVTQR*                                                                         
>Ehux_363567                                                                    
MPLADALPRLEALVEAAGEVEETAGAEERLCDLCYDAPRSVRFACGHALYCEACAPRVLERDTNCPACRQPALPIAATGR
LVAEQATFVHQPPSRTVPQVQPVGASAAVGGRGGRGGRGGRGGRGGRGGRGGAAAL                        
>Ehux_467666                                                                    
MGNGSSSQQQQHPAARPNRQTRASQSAQRPAAAGASAAAYPGANHQAAINASARPNGVPLAQVQAQLLEGMRPEQSGGYG
YNPQRAVAPRPTVQKTVTIRNEVNLKKPSLCATPHPDDPSKLLLEFKFDASADCQIGVYYLATEPAKADGAGAGAGYSPK
DAGSTPPKEERRKGLGQSYKVPLSHPLDTGAYSEAELCWQPARAAPAGREDRYPIIVCLEATSTQSGSAQSQTTFATLAR
IVGEGGGGGEAEWVVKPLKQKIQVGASSYELQEIFGIDQSRETRAGAAGAAGASSAAGAAGDEDNGAECVICMSEPKDTT
VLPCRHMCMCASCARSLRVQSNKCPVCRSTIDSLLQIKVSKGYSSRENSSSLGAAAVPAAGASAADQPEDGVAPPAPAAA
TAAPTAAAGEGSADAGEGLADGSAAAAGERDATPPPGEAEVP*                                     
>Ehux_229053                                                                    
MSVVLGFICICMPQCYMRDTQRGGNSRARARRQRRTWWRTSLEHARTLVTSGVQLLEHPFLIDIRDTFALAVATWALVAW
AACTAWGHNAEGWRGSVQTVAVGATKFGLSLSVAVVAVAAWAKGAAAAKGLWSWASLRQWAKAVPSDVRPPSRQEPAHGS
SRRGRARKQAGRSASSTAPQASGRAEVEEAGGAQRAAVAMPAAQRAREDASKAVEPRAVQPSELLEPEVRIQERGALSTL
PEQAALSEQAALSRPASPASPASEEVIDEDSEPGAPYNDALVNDSPALDSPPPIGVVSLADAHFETGRMVPESTMGGETT
CIVCFTRPKTHVAVPCGHHCACGPCSERMQDACPYCRGPVAMWMTYRPV*                              
>Ehux_229099                                                                    
MVLCERSFVANNKAKKAPSACTLEEERRAKAAAELRAQEERAAQLAAEQEAARRAEREAAELAGAAERAALREDAELAEA
LRRSEVDAEEALARRVSRCEEAVSSESTGGGGDLPQRVERLEASLGAATEGSLEERVGAIERLIGPEAREAAEQHLPVTE
PSAAVSLADAGLDTGRQAAPESTMGGETSCIICFERPKSHLAVPCSHLCVCGPCSELMRECPYCREPWVWDHSQDTLEGW
DVERHRWQCHPGVVGRSPVMRESPSASKQKMAKSPRVKPENTWVFLPGIFGYYPHWTLEAVVGHCQAFLIVVQPA*    
>Ehux_112191                                                                    
MPLSPHASSFTVCHATAVWRTTDKRCICSPCQFLVVHVTSSRALAKRAAAERAAAERAAEEAAAAREAAEAEAARHATEL
LAEIEAEEEAAERRSKGKKGKKKKKKKKGGAADAAGPSQEPEATEAEAPAAAEEAELAAALEESVRVEGEARYTAGEQAP
VPEAGEAPSPSGPQPPPAAVSLADAGFDTGRPAVPESTLGGETTCIVCFSNPKSHVAGPCGHLCACGPCSAKMESCPICR
APVLMWMQLRVA*                                                                   
>Ehux_230864                                                                    
MLDAFGSFLFGHASAPLGSPQAGPSSPPEPVPMHDDGAAAVLPPCGLRASVVGCGRMGCVMAGELARRGCEVTLYDSTDF
SRRRAMQTMRAFLYEHVERGYLSTADVEEVVSRCTLVENLIDAVGTQMIIEAVPEDLDIKRRLLKQIAETYKQLSPPPLP
PPLLCSNTISLRISDLAEGLPPPLRARVIGVRFLHPVWFVDEVEVSPNSASGSGAAGEVTALLCRMSLTAHHYDGHRPRR
LNDEQAQAYARRQQGRARSGAATPRAPIAAAAAAENGSGQGEQCSICLDAPRDTLTVPCGHVASCEACLKRLLELQGPHR
ALCVVCRKPIERLVRAPPAASTREQHE*                                                    
>Ehux_364641                                                                    
MPLAEALPRLEALVEAAGEVEETAGAEERLCDLCWDAPRSVRFTCGHALYCEACVPRVLERDGNCPACRQPALPIAAIGR
LVAEQATFVHQPPSRPAPQAQPVGATATVGGRGGRGGRGRGGRGGRGAGRGGSA*                         
>Ehux_231082                                                                    
MSLCRKGHRRRGRSGGPFVTETTKTFHPSGCCCRQKNKFGARARKEAKRAPSACTLEEERRAKAAAELRAQEERAAQLAA
EQESARRAEREAAELAGAAEQAALREDAELAEALLRSEVDAEEALVRRVSRCEEAVSSESTGGGGALPRRVERLEASLGA
ATEGSLEERVGAIERLIGPEAGEAAEQHLPVTEPFAAVSLADAGLDTGRPAAPESTMGGETTCIVCFARVKSHAAVPCGH
LCACGPCSELMRECPYCREPVMMWMVPRPV*                                                 
>Ehux_364686                                                                    
MPLAEALPRLEALVEAAGAVEETAGAEERLCDLCYDAPRSVRFACGHALYCEACVPRVLERDTNCPACRQPALPIAATGR
LVAAQTTFVHQPPSRTVPQAQPVGGTEAVGRRGGRGGRGRGGRGGRGAGRGGSA*                         
>Ehux_314525                                                                    
MPLAEALPRLEALAEAAGEAEETAGAEERLCDLCWDAPRSVRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGR
LVAAQTTFVHQPPSRPAPQAQPAGATAAVGGRGGRGGRGRGGRGGRGAGRVGSA*                         
>Ehux_233466                                                                    
MRPGAGQKALFAASTHLADAGRPKSKTRTANELQGGFAWGSHKAARREKEAADRRAEEDKARRRAKAAEATAAKKEAKAK
KKEAKRAPSACTLEEERRARAAAELRAQEERAAQLAAEQESARRAEREAAELAGAAERAALREDAELAEALRRSEVDAEE
ALARRVSRCEEAVSSESTGGGGDLLQRVERLEASLGAATEGSLEERVGAIERLIEPEAAEQHLPAAEPLAAVSLADAGLD
TGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCREPVMMWMVPRPV*               
>Ehux_456703                                                                    
MIALSATLLGVVRHDPRERVALPERVVLAASSGALQTLDLELSWDPRLAFAHDAEGYQLLHHAADKVRPEICRLLLARGA
DVDARTADTGLTPLIFAVNRLDVDKRGRQAIDYARENGHRDLAAFLDKGDSASYSTWFLTAAVLAASFAAARLPLAAAAP
GVGCLPHESAPAPEATLPLEAAPPAAAAHAVPLQQQQDEKQAASLQAVPLGAAADALQQPECIVCWDAPATHIFVPCGHQ
CVCERCGAKLERCPKCRVVPTAMMRVFH*                                                   
>Ehux_233779                                                                    
MSRRFAARCGFGAEQTLGGESTCIICFTQPKSHAAVPCGHRCACADCSAKIMERDRRCPYCREEVMMWMIPRETGDGTTA
ECSPSCQSRSRRVVLQICGTLSLTVRKQVHYFTRASVTVTLE*                                     
>Ehux_234033                                                                    



MRPGQKELFAASTHLADAGRPKSKTRTANELQGGFAWGSHSLLARAAAELRAQEERAAQLAAEQEAARRAEREAAELAGA
AERAALREDAELAEALRRSEVDAEEEALARRVSRCEEAVSSESTGGGGDLPRRVERLEASLGAATEGSLEERVGAIERLI
GPEVGEAAEQHLPATEPLAAVSLADAGLDTGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYC
REPVMMWMVPRPV*                                                                  
>Ehux_456810                                                                    
MILLSATLLGVVRHDPRERVVLPERVVLAASSGALQTLDLELSWDPRLAFAHDAEGYQLLHHAADKVRPEICRLLLARGA
DVDARTADTGLTPLIFAVNRLDIDKRGRQAIDYARENGHRDLAAFLDKGDSASYSTWFLTAAVLAASFAAARLPLAAAAP
ALAWCARLVALRTARDAGAAVATEARSSGPAATSSHTSSSSSHAAASHAPAAESSSAAAGVGCLAHESAPAPEATLPLEA
TPPAAAAHAVPLQQQQDEKQAASLQAVPPGAAADALQQPECIVCWDAPATHIFVPCGHQCVCERCGAKLERCPKCRVVPT
AMMRVFH*                                                                        
>Ehux_234154                                                                    
MAPDLMETEDCCPLCMEDLDITERNFWPCKCGYQICLFCYRHIKEDLNGLCPACRTPYDDANVKLVTPDPQE*       
>Ehux_314778                                                                    
MPLAEALPRLEALVEAAGEGEEKAGAEERLCDLCWDAPRSVRFACGHALYCEACAPRVLERDSNCPACRQPALPIAATGR
LVAAQTTFVHQPPSRPAPQAQPVGATAAVGRRGGRGGRGRGGRGWRGGRGAGRGGSA*                      
>Ehux_366011                                                                    
MPLAEALPRLEALVEAAGEVEEKAGAEERQCDLCYDAPRSVRFACGHALYCEACAPRVLERDSNCPACRQPALPIAAIGR
LVAEQATFVHQPPSRTVPQAQPAGGTEAVGRRGGRGGRGGRGGRGGRGGR                              
>Ehux_234335                                                                    
MACVNEGALKEFVLHGVYILLVFHQNSTYEERRAKAAAEHRAQEERAAQLAAEQEAARRAEREAAELAGAAERAALREDA
ELAEALRRSEVDAEEEALARRVSRCEEAVSSESTGGGVELPRRVHRLEASLGTATEGSLEERVGAIERLIGPEAGEAAEQ
HLPVTEPLAVSLADAGLDTGRPAAPESTMGGETSCIICFERPKSHLAVPCSHLCVCRPCSALMRECPYCREPVMMWLAPR
PV*                                                                             
>Ehux_234425                                                                    
MTPEAKLELHAAAGEAQTTVALQRESPSIALASLTASRHDRLADAESSNGGESTCIVCFTHPKTHIAVPCGHLCACAICS
QRLPDECPYCRASVMMWMRAHRV*                                                        
>Ehux_314805                                                                    
MPLAEALPRLEALVEAAGEVEETAGAEERLCVLCWDAPRSVRFACGHALYCETCAPRLLERDSNCPACRQPALPIAATGR
HVAAQTTFVHQPPTRTVPQAQPVGATATVGRRGGRGGRGRGGRGGRGGRGAGRGGSA*                      
>Ehux_235242                                                                    
MQHSNPLKMGFAEARKVGEGGFGRVYRADALPSLPRVACGFAVKTALVGVGAQGLAELQSEVRTLSAACHPSLLPLLGVC
LAPARACLVYPLCRGGSLEDRLYRAPAALQRLRMLGFETPPPPLSSAARLRVLRDAASALHYLHTLSPMILHRDVSAGNI
LLDERGNGYLADVGLARAAEATAGGQVSHLSTQRIFGKPGYMDSIIMHDGQASQLTDGFALGITLLVALTGRGALGLLNA
CDDALEEPDTAESIAAADAGWSAAQAQELARLVVGLALVRKKRRMPLAEALPRLEALVEAAGEVEETAGAEERLCDLCWD
APRSVRFACGHALYCEACAPRVLERDSNCPACRQPALPIAATGRLVAAQTTFVHQPPSRPAPQAQPAGATAALVKGRGKW
SPSEATAAADCDLRLFDFEAFGGFGKEVRSTLREAANQLSNKLSHAQHLDEVTWTTKNWHGLQMQRLSVVLHTAVAWQTV
NELACGESGIVHGAECIAVLNGVA*                                                       
>Ehux_366479                                                                    
VRFACGHALYCEACAPRVLERDSNCPACRQPALPIAAIGRLVAAQTTFVQQPPSRTAPQAQPVGATAAVGGRGGRGGRGG
RGGRGGRGGR                                                                      
>Ehux_235706                                                                    
MSLGESEYCLLYVIVKIADYSFVCYEAEAARRDKEAADKRAEEEKARWRAKAAEATAARKEGKAKNKEAKKAKSAFKLEE
ERRARAAAELRTQEERAAQLAAEQESARRAEREAAELAGAAERAALREDAELAEALRRSEIDAEEEALARRVSRCEEAVS
SESTGGGGDLPRRVERLEASLGTATEGSLEERVGAIERLIEPEAGEAAEHHLPVAEPSAAVSLADAGLDTGRPAAPESTM
GGETTCIVCFARGKSHAAVPCGHLCACGPCSELMQECPYCRELVMMWMVPRPV*                          
>Ehux_236410                                                                    
MVRDPSIVSPSLTGSGVSQLANANFDTGRPTVPGSTLGGETTCSVCFTNPKSHVAAPCGHQCACGPCSARMESCPICRAP
VLMWMQLRVA*                                                                     
>Ehux_469036                                                                    
MVLHCAASCAEHLPHCRGGVCLYDLTVEPAGSRRTVSVKGFSAVGSDAAARRAVEMGGTLALTYELTFPAIAADRRLLVA
VNHTKQDSEAWAGHPTLYYQSGSLVHSYIVCDFYLSEIALGISFLTGWLSLIALRRQLCQRFPEWAEVAPTWVAHALLFA
GLVLPVFVGWVRGMMTLLRLTSPSTVFGWQLFIRLDWLQLASYLAVRGRMRRAHMLLPPAEDYVNGAVQRLLGWLLDASN
VVDWLAVAIFELPRSLLALSIRPSVVLVRWLDRRLRISSGEIAIGESLGHLAATHGGLVASACCAAGVRIVQAVWRWAAG
AVLQEEVEHRANTRRVAVGSRVVWISHDPDVPVGQIGKVLSRAAGHAGEFCVQFPNGTWRFAESSLRVAPESASEQRQRL
RAAQGPGAGDVGGIAARQRRRRGWTASQLEEEKQRRQQEQSRVAQAAESGGTQGVQGAEAEEASGATVAARVAGSVMEWE
WFAIAITVNFLVVTGGRVGLPLSLAPRVLLAPSGWTADGIVDVAINLTLAQATASLTSYIAGLDNSTLAEALSNQVSNHA
WSRAVQRWCADRVADGALAARLAEYFSGDAFGVEAALDSVWTRVLAPLKGLASRGSRGWSWCKACVSHLMHNLAAGGTGR
RQQGPSAHEGAQDGLHSADTQTTPGLARQALRRGSTYASDDGASPGAGGGGEPSAPADGEPQSAQQPAVAVSLANVAFDT
GRPAAPESTLGGDTTCIVCFTNPKTHIAAPCGHLSACGACSAKMEQCPYCREPVMLWMQLRMT*                
>Ehux_73655                                                                     
MRAAAEAAEVAAEAEAAAAVAAEAAAEAAAEAAAEAAAIEAAVAAVAVAEAQEAAVAEAAAAAAAAEAAEAAEAAASVAA
LAAAAAPPSAVPLDELTAATEGFDEARKVGEGGFGRVYRCDTLPSLPRVASGFAVKTALVGVGAQGLAELQSEVRTLSAA



CHRSLLPLLGVCLAPARACLVYPLCRGGSLEDRLYRAPAALQRLRMLGFETPPPPLSAAARLRVLRDAASALHYLHTRSP
MILHRDVSAGNILLDERGNGYLADVGLARAAEATAGGSQQVSHLSTQRLFGKLGYMDPIISQSGQASQLTDGFALGITLL
VALTGRGAVGLLDECYAALEEPDTAEGIAAADAGWSAAQAEELVRLVVGLAYERKPKRMPLAEALPRLEALVEAARAVEE
TAAAEERLCDLCWDAPRSVRFACGHALYCEDCALRVLERDTKCPTCRQPALPIAAAGAHVAVQTTFVCQQQAPVDAVHPQ
PANAAAAVGRREGRSRRGGRGGRGWRGRSGPRA*                                              
>Ehux_237821                                                                    
MSPNFMQWGRRRPYPLDELIAATEGFAEARKVGEGGFGRVYRADALPSLPRVACGFAVKTALVGVGAQGLAELQSEVRTL
SAACHPSLLPLLGVCLAPARACLVYPLCRGGSLEDRLYRAPAALQRLRMLGFETPPPPLSSAARLRVLRDAASALHYLHT
LSPMILHRDVSAGNILLDERGNGYLADVGLARAAEATAGGQVSHLSTQRIFGKPGYMDSIIMHDGQASQLTDGFALGITL
LVALTGRGALGLLNACDDALEEPDTAESIAAADAGWSAAQAQELARLVVGLALVRKKRRMPLAEALPRLEALVEAAGEVE
ETAGAEERLCDLCWDAPRSVRFACGHALYCEACAPRVLERDSNCPACRQPALPIAATGRLVAAQTTFCIAVLNGVA*   
>Ehux_237968                                                                    
MHSSPLYTEQRAAAAERKAAQAEAALREKEAADKRAEEEKARRRAKAAEATAAKKEAKAKNNKAKKAPSAFALEEERKAK
AAAEVRAQEERAAQLAAEQESARRAEREAAELADAAEQAALREDAELAEALRRSEVDAEEALARRVSRCEEAVSSESTGG
GGDLPLRVERLEVSLGAATAGSLEERVSAIERLIGPEAGEAAEQHLPVTEPRSAVSLADAGLDTGRPAAPESTMGGDTTC
IVCFARVKSHAAVPCGHLCACGPCSELMQECPYCREPVIMWMVPRPV*                                
>Ehux_238697                                                                    
MARLGTTWHDSLPPPVPVPLPPPVPAIVAGADPETADAAGETEMLRQNPASLRQQLQSSEVRQTLQSAEEGEGPASDTDG
EGEEGEETDSDGAPAPLPAPLPPADQPPLGPVSLASANFDTGRPEVPESTVGGESTCIICFTRPKSHVAIPCGHLCACDV
CSARMEQCPICREPVMTWFLPSRIREA*                                                    
>Ehux_238703                                                                    
MRRRRRWRVGESTGGGGDLQRRVDQLEASLGAATEGSLEERVSAIERLIGPEAAEAAEQQLPVTEPFAAVSLADAGLDTG
RPAAPESTMGGETSCIICFERPKSHLAVPCSHLCVCGPCSGLMRECPYCREPVMMWLAPRPV*                 
>Ehux_238905                                                                    
MLSPSLLRYDPSKSNYGLLEERRARAAAEVRAQEERAARLAAEQESARRAEREAGELAGAAERAALREDAELAEALRRSE
VDAEEALARRVSRCEEAVSSESTGGGGDLQRRVERLEASLGAATEGSLEERVSAIERLIEPEAGEAAEQHLPVTEPHAAV
SLADAGLDTGRPAAPESTMGGESTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCREPVMMWMVPRPV*       
>Ehux_368732                                                                    
MPLAEALPRLEALVEAAGEVEETAGAEERQCDLCYDAPRSVRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGR
LVAEQATFVHQPPSRTVPQAQPVGGTEAVGGRRGRSGRGGRGGRGGRGGR                              
>Ehux_315857                                                                    
MPLAEALPRLEALVEAAGEGEEKAGAEERLCDLCWDAPRSVRFACGHALYCETCVPRVLERDTNCPACRQPALPIAATGR
LVAAQTTFVHQPPSRPAPQAQPAGATEAVGRRGGRGGRGGRGGRGGRGGRGGRERPRGEGRGASGS*             
>Ehux_241423                                                                    
MSLGESEYCLLYVKIADYSFVCYEVKNSQAWGLDTGAVWAEAERRDKEAADKRAEEEKARWRAKAAEATAARKEGKAKNK
EAKKAKSAFKLEEERRARAAAELRTQEERAAQLAAEQESTRRAEREAAELAGAAEQAALREDAELAEALRRSEVDAEEAL
ARRVSRCEEAVSSESTGGGGDLPRRVERLEASLGTATEGSLEERVGAIERLIEPEAGEAAEHHLPVAEPSAAVSLADAGL
DTGRPAAPESTMGGETTCIVCFARGKSHAAVPCGHLCACGPCSELMQECPYCRELVMMWMAPLVDSYHAGMLDGLEEESQ
PRAEESFH*                                                                       
>Ehux_315897                                                                    
MPLAEALPRLEALVEAAGEVEETAGAEERQCDLCYDAPRSVRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGR
LVAEQATFVHQPPLRTVPQAQPVGATAAVGGRGGRGGRGGRGRGGRGGRGAGRGGSA*                      
>Ehux_241925                                                                    
LIAATDGFAEARKVGEGGFGRVYRADALPSLPRVACGFAVKTALVGVGAQGLAELQSEVRTLSAACHPSLLPLLGVCLAP
SRACLVYPLCRGGSLEDRLYRSPAALQRLRMLGFETAPPPLSSAARLRVLRDAARALHYLHTLSPMILHRDVSAGNILLD
ERGNGYLADVGLARAAEATAGAQVSHLSTQRIFGKPGYMDPIILNDGQASQLTDGFALGITLLVALTGRGALGLLSACDD
ALEEPDTAESIAAADAGWSAAQAEELARLVVGLAFVRKKKRMPLAEALPRLEALVEAAGAVEETAGAEERQCDLCYDAPR
SVRFACGHALYCEACAPRVLERDTNCPACRRPALPIVDTGAGVAAQTTFVYQSPRARHNCVYW*                
>Ehux_369066                                                                    
MPLAEALPRLEALVEAAGEVEETAGAEERLCDLCWDAPRSVRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGR
LVAEQATFVHQPPSRTVPQAQPVGGTEAVGGRGGRGGRGGRGGRGGRGGR                              
>Ehux_242776                                                                    
MASHRIGARVAGLSPAQLCAIIEAQAGASAAALRVAEEHARLVEQPEWVLSEVLLSPDLAPHILAQLPAKEHAAKGTRAE
EEKARRRAKAAEATAAKKEAKMKNNKAKKAPSAFALEEERRAKAAAEVRAQEERAAQLAAEQEAARRAEREAAERAGAAE
RAALREDAELAEALRRSEVDAEEALARRVSRCEEAVSSESTGGGGDLPRRVERLEASLGTATEGSLEERVGAIERLIGPE
AGEAAEQHLPVTEPLAAVSLADAGLDTGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCREP
VMMWMVPRPV*                                                                     
>Ehux_316144                                                                    
MPLAEALPRLEALVEAAGEVEETAAAEERQCDLCWNAPRSVRFACGHALYCETCVPRVLERDTNCPTCRQPALPIAATGT
QVAAQTTFVYQPPSRPAPQAQPVGVTAAVGRRGGRGGRGRGGRGGRGAGRGGSA*                         
>Ehux_243044                                                                    
MASGLCSDKAVALVGDFDESTPLMGDRVYIHSLVSKHELNGKAAIVLSEPNADGRVAVQLRESDAKLLLKPSNLTKVEGY



PAEELLNVFDDETQRALKPPQKKELSKLLKAIPVSKQLFGEVGERARNDAARSGGPVDESTFRAQLQHFTWGLFADWDAE
LWENVLLAGGAVLGSLLPAPPDYKDLRPLDGNGGASWCEFDLYHQRKRRASDEPPRSLQQYFRGTRWPTADIDLFVYGLD
ADAAQKKLLAILARLQRTIIKRCGVMNDVCFVKTPNTVTVGCGLIGRTFQVILRLYESKADVLNGFDIDCCCVGYDGTQA
LITPRCITALRTRINTVNLEIRGESYECRLLKYVERGFAIGIPLLDASRIDREHLTLKMEKHEWYDGESLTSGDWAKWGE
SEGLERLLMAISIARQSGGVIERAFPGRQRGGTGRERTLQMKLVPYPRGPGGFGAIRDSYPSHDKAGNPIWPATTKLEAI
RRSEKPFEVAWLEGNMPRKPLTWDAWSKKAYLGAERRASYGYDPAQYRKEREEREAREKAKRAEEIESARREAAAEAAAE
AADARAQIEVIEKQAAESQAELKRAKKETEAKARQASAEKKIAEAKLAKAREDKARLEEAAEEEKGRVEVELLRTRRAKE
ELEMAADEQLCCVCMDRPKMVMFEPCRHVSVCKQCAPRIAQCPLCKTDAARKVVVYL*                      
>Ehux_243113                                                                    
MRPGAGQKALFAASTHLADAGRPKSKTRTANELQGGFAWGSQRGQRISTSRTSREGLSQSGFEETLRAREADRRAAKEAQ
LAEQRAAAAARNAAKAEAERREKEAADRRAEEEKARWRAKAAEASAAKKAAKQKNNKAKKGPSAFKLEEERRARAAAEVR
AQEERAAQLAAEQESARRAEREAAELAGAAERAALREDAELAEALRRSEVDAEEALARRVSRCEEAVSSESTGGGGDLLQ
RVERLEASLGAATEGSLEERVGAIERLIEPEAGEAAEQHLPVTEPLAAVSLADAGLDTGRPAAPESTMGGETTCIVCFAR
VKSHAAVPCGHLCACGPCSELMRECPYCREPVMMWMVPRPV*                                      
>Ehux_118385                                                                    
MAKREAAAKAAAAAAAAAAAAAATAAAEAEAAAAAEAAAERDTQAAEEDAVDVQTVAATAEELGLAAEGVGDLLRRANLL
EIEPQGSLREQAEVALAALIGVPLPPPTPSEAALSEYSAAEAASSDTGGAGTGVGLRDAEPASETRATPASIEPAISPSR
GRGGRGRGDRSVGVYSASPSSAEATPSDPPAAVVVSLAAATFDTGRPAVPESTLGGETTCIICFTRPKSHVAIPCGHLCA
CSSCSARMEQCPICRERVLTWTLLRVA*                                                    
>Ehux_370088                                                                    
MPLAEALPRLEALVEAAGAVEETAGAEERQCDLCYDAPRSVRFACGHALYCEACVPRVLERDTNCPACRQPALPIAATGR
LVAAQTTFVHQPPSRTVPQAQPAGATAAVGGRGGRGGRGRGGRGGRGAGRGGSA*                         
>Ehux_470353                                                                    
MSSSWPCTPAELADVVWERRWIARPGLKSSTPGARDASVVVRYVSTASAFVDVRVAEKRQPWPAQAVDPSEVSAAVTDRA
AEAFAGVSTLEDGVIRWHAIFNLDGSAGADGWRAAESGKPLPTEDAGTMECGLSTPEEEERVWLEHAWPDAAQYTEEWAK
LDGGPSLAARRGDGELLVVCGDWFGYARDTRDAGGSVCFAAGRVSTGWRVESSAAGPEEGRRLVLLGKDGWSPLPGATLA
TPLHELLAGPDEEVAPAAATPLAAAPPAELRTARLLLRPLRAAHVDPDYEAVLDGLTPEGSPLQSVFARRDAWPFFGMTR
EEDLFDLRRHEAEFDLRLAFAYTVLDPADEGVVRGCCYINPPTKRGFDAECMLWIRPSAADHAGLDAELEAALRGWLAGA
AWPEFDRVGFPGRELADGPSGDRARCWDYWEALPFTTARYPRIAADAKTAEAARRDKEAADRRAEEEKARRRAKAAEATA
ARKEAKAKNNKAKKAPSALKLEEERRARAAAELREQEEKAARLAAEQEAARRAEREAAELAGAAEQAALREDAELAEALR
RSEVDAEEALARRVSRCEEAVSSESTGGGGDLQRRVERLEASLGAATEGSLEERVDAIERLIGPEAGEAAEQHLPVTETL
AAVSLADAGLDTGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMQECPYCREPVMLWMVPRPV*    
>Ehux_316458                                                                    
MPLAEALPRLEALVEAAGEVEEKVGAEERQCDLCYDAPRSVRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGR
LVAAQTTFVHQPPTRTAPQAQPAGVTAAVGRRGGRGGRGRGGRGGRGGRGAGRGGSA*                      
>Ehux_245990                                                                    
MMLNHYRQTKNMLVSCDKSKLKFEAADKRAEEEKARRRAKAAEATAARKEAKAKNNKAKKAPSAFALEEERRARAAAELR
EQEERAAQLAAEQEAARRAEREAAELAGAAEQAALREDAELAEALRRSEVDAEEALARRVSRCEEAVSSEATGGGGDLQR
RVERLEASLGTATEGSLEERVGAIERLIGPEAGEAAEQHLPVTEPLAAVSLADAGLDTGRPAESTMGGETSCIICFERPK
SHLAVPCSHLCVCGPCSELMRECPYCREPVMMWLAPRPV*                                        
>Ehux_459420                                                                    
MLCIAAVAAAEHVATAPSDPPPPPEDNLDCLAVGTEALRGASLERAELEALCEQKKASFRTVDDTFVWVEADAAAVECAG
PDCPSAVRNEGAGDSGDGAGDSGDGAGDSGDGAGDSSDGAGDTVGESSGGLSLRRMWSSLCRLWDFTAHIGAVGTGTSEV
DSVVGTGCLSVLAWLAVVYGSEKSLELGVPHPALAERIIGGPETGLARDGLLLPLFVCRVVLVWCDAFLLGSLLLVAVDV
ATVGIAILLSCGPSLALYRHARYRHLAMRHVQYRRFVIGHGRLLFLALMLGASSRVGLDAAARLAASFRAASRGGIWAAG
SFLVPRCAFAMLGLRICEGLASRLRRGGSLLAPQLLLQGAAAYAAHRWSNGLPLWSDWPPWSDWPLWPSDAGGPLADATA
PPALDGPEAEARAGLDGMVMQLALFLHVSTTSSEERASELFSPGASAVLAGSSVCRIVVCLISTSGAGAAEARDFALVSM
VFSLIALTAAARFVKDAVEAKVWDRPVSAALSAVPFVLGLLPIAPRLTSGGVLAVASHVPSLLCLTAAALLCLDFGACLW
TGKIEGLASASDSGVIHDIHDTARALEDTALRRRSRRNELYFGVCCHHSRDISLTLLFVAGAWMAPYPSACLVALKLSLL
VVYWCGTEEKYAKYLLVGWAVATAFHLLPLLDWLGVSNPTDWAAAALLPPTFAVTYSAVLNMRLAALTAFWTRELRAGAR
PCPELTGAMDSSGDAYWWVRPAFFRTPPPAVLTQFRAEWAGCAAKVGVAVVCLGLAMRASPLLLQTALLTAWIQTNVDLF
LATLTGLAWGGHTALRLPAQLEAVPSSMLEVPFSATLSQDMHEMPPSALRRSLLLAAAVQCCVCQDADVSIRFSCGHAVC
CGACSSALQRGTADRPSQGCPICRTPFVAVDSGGHVALEPSWLMPPLGFPTVMLCCAVVCASTLADSAELLARARELTAT
CLAGSAEADGLGAAVASCGATAAALVRQLFSSLVPRQHGSTFAVSGLAMLLHRGAFAGMAAGRGARGGTNLLLRYGWLDT
GLALLAALLMPRADRCGRMLMQLACVSTTFTFNVGLLSVAGHLRISDEIDNLQLEPPFTPRRAACAICSAVASFALHGLL
PVGMTWLGRDFDAYWRLASTSLLAGCMRYFTSLLLDDDPEGASRSPFAPPGRAWDLSLAVAEPCLSRA*           
>Ehux_247267                                                                    
MATLRIAPWGLPYARGPTHTATSWENNKAKKAPSAFALEEERRAKAAAELRAQEERAAQLAAEQEAARRAEREAAELAGA
AERAALREDAELAEALRRSEVDAEEALARRVSRCEEAVSSESTGGGGDLVRRVERLEASLVAATEGSLEERVGAIERLIE
PEAREAAEQHLPVTEPLAAVSLADACLDTGRQAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMQECPYCR
EPVMMWMVPRPV*                                                                   
>Ehux_247499                                                                    



EQKEAKKVAKEKKKAQRNTPSAFALQEEREKRAAAEERERKEKAEALAAELAAEREAKTAAEEEARREQLEREAAGETTC
IICFSNAKSHVAGPCGHLCACGPCSAKMESCPICRAPVLMWMQLRVA*                                
>Ehux_316897                                                                    
MPLAEALPRLEALVEAAGEVEETAGAEERQCDLCYDAPRSVRFACGHALYCEACAPRVLERDTNCPACRQPALPIAATGR
LVAAQATFVHQPPSRPAPQAQPVGATEAVGRRGGRGGRGGRDGRGGRGGRGGRGRPRDEGRGA*                
>Ehux_371560                                                                    
MPLADALPRLEAIVGAAVEVEETAGAEERQCDLCYDAPRSVRFACGHALYCETCAPRVLERDTNCPTCRQPALPIVATGT
QVAAQATFVHQPPSRPVPQAQPAGATAAVGGRGGRGGRGGRGGRGRGGRGGRGVGRGGSA*                   
>Ehux_248787                                                                    
MGRLVVGARSAPERCGSGLGIGGGDEAALAAAEETKLAAVLEESARLEDEARRATEEQAPPAESADDLPPSEERPAAALS
LADANFDTGRAAIPESTMGGETTCIVCFTRPKTHVAGPCGHQCVCGPCSDRLQLCPYCREPVVMWIATRIV*        
>Ehux_120859                                                                    
MAKRKGGPGRSKLSAEDGRAVIAARLRKDMSAMFELPTVPPTVPPAPQPAAFRGTLFAYQRRSLARMLEIEGGTTFTVQI
GVRSETFVPKGGVVADTVGMGKTAQLIALLLARPPARDDGSTLAALVLTPEHLCHQWRSELAKFAGGALGVQMVTNKEEM
AALSPGAWSGRGGGTARVLIASLEHICRNCDVFDEQLAFAHALAFDRLILDECHDAVLLDGGASMGVLLHLQRRARRVWC
VTGTPFPEGDRSVFGLHQLLGVNVNFVLSNSPFLKANRPLPPSHPFEQLKKLVYLRNTPASVGSEVEGSRLVEQAPHVIE
VATLRFAPIERGFYDEAARRANTERGGDSFSARFDALRRLCCHPAVAAGWSERLSSEAEQRRQSGMQLLSLDEMRSRMVS
WKAEEIGRARQALQTHTRQAAAACAAAKLVIEACPRLADAPGAERARERRPAVRLWRCIDYYGQRGAYHEERLSGARAWA
ASLDEQSARAFLLTTHDWLATSNEASIAASRERISRAERELRYFQDEVSRQIEACGNEGDEGGGTCVICMDVPEGEVGVL
PCGHCPGCAVCVRSWVAQAAACPTCRRAATVEQISFVALGAAAAAPTAVAAAAATVASAAVHPVDPDKVERWGTKPAAII
QHLQEVLGEAGSRAIVFSAFDECLARLAITFADAGVRAVRCEGDAAARHAAIAAFSDVSAANGPRVLLLSSKHNASGTNL
QCANHVLFVEPPGTNATHGLSVETQAIGRTLRLGQTRQVRVKYFIVEDSIEQDIYAALQRVRDAASTTAAPPASSGPADS
AEAAEQLSMDASTAVAHATAAVTPTAAVAGAYSNNTGPGTPAAVETSAASSARAATSVSPLSSEEDEPDVNLTQQSSRTM
EATLDSDPEVQAVLLPSLCSCLRSELGLHQADDAATLQRACEVVGVPQAGTPLRRARACLEALCGGDW*           
>Ehux_249598                                                                    
MQSAEPFGALDRGTYEELLPASLRAEIPSPQLVVFMDQVKHNLATMLAHCGGDAARWRPHLKTTKMAPVYEACVASGVRH
FKCATVREARLMCGVLRGRAITDGDVLLAYPLIGPSLKQLADLADEFPEVRLGVLCEDAAAAPRLPGSLDIFIDINPGYD
RTGVPFEATDDIAAIATAAGARFRGLHYYEGHLSDESAEKRRSEADKVYGSLDVLVGTLRSRGIAVEEVITSGTPTCLEA
LRYYGEKVNEAPTHRISPGTVVFHDSMSEEMEGGEALGLLPAALVLSRVVSHPRPWSAPGQPCVVTLDAGSKALACEAGS
PVARVLEVPQLEALGPSEEHLPMASSEPPPPRGTPLLLIPRHVCPTVNLAEHALVVERGAEPKWVEVAALLEALLVSAGV
LKRYTNIEKRRLSAESLWFIPFVKRRIERKNIDQMGGETSCIICFERPKSHLAVPCSHLCVCGPCSELMRECPYCREPVM
MWLAPRPV*                                                                       
>Ehux_372370                                                                    
VRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGRLVAAQTTFVHQLPSRTAPQAQAAGATAAVGGRGGRGGRGG
RGGRGGRGRGGRG                                                                   
>Ehux_121874                                                                    
MLDEGCIELMHSGQTAGQAGIKPYRVQILEIKPTQADRYRVIISDGRHYMQARHLAPPPPASPEPATAPQRCRRRKPRTR
CTQLTVPRFALAQAMLSATLSPMLQGVGIRALSIVRIDNHVMNTVILILQFALISNDQPQIGLPQQSFPAPPSDAEESKK
ARKKKKKKAGSSGEAGPSSQECELQAPAEEASTAEAAAAAATAAVEVELAVALEESTRLTGEAARAAEEQAPFAAPAGAV
AAASDAQPAPTETPMRETPPPVAVVSLADARFDTGRPAVPESSLGGETTCIVCFTRPKNHLAVPCGHQCACGPCSAKMPQ
CPYCRAPVMVWMDSSRIRSV*                                                           
>Ehux_372837                                                                    
VRFACGHALYCETCAPRVLERDSNCPACRQPALPIAATGRLVAAQTTFVHQPPSRPAPQAQPVGATAAVGRRGGRGRRGR
GGRGGRGAGRGGSA                                                                  
>Ehux_373354                                                                    
VRFACGHALYCETCAPRVLERDTNCPTCRQPALPIAATGRLVAAQATFVHQPPSRTVPQAQPAGASAAVGGRGGRGGRGG
RGGRGGRGGRGLGGA                                                                 
>Ehux_252876                                                                    
MAHALERWWTRAEELELLRPSDKAHLEAVMAILAMRSCAAARTETHMPDGSIDITDFSAGRSLGLQQAAPEAADRRAEEE
KARRRAKAAEATAAKKEAKAKNNKAKKAPSAFALEEERRAKAAAEVRAQEEKAAQLAAEQEAARRAEREAAELAGAAERA
ALREDAELAEALRRSEVDAEEALARRVSRCEEAVSSESTGGGGDLVRRVERLEASLGAATEGSLEERVGAIERLIGPEAG
EAAEQHLPVTEPIAAVSLADACLDTGRPAAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMRICPYCREPVM
MWMVPRPV*                                                                       
>Ehux_252906                                                                    
MPLADAMPRLEALVEAARVVEETAAAEERQCDLCWDAPRSVRFACGHALYCEDCALRVLERDTKCPTCRQPALPIAAAGA
HVAVQTTFVYQQQAPADAVVHPQPANAAAAVGVPETRKLNRS*                                     
>Ehux_317742                                                                    
MPLADALPRLEALVEAAGEVEETAGAEERQCDLCYDAPRSVRFACGHALYCEACAPRVLERDTNCPACRQPALPIAATGT
QVAAQTTFVHQPPSRTVPQAQPAGATAAVGRRGGRGGRGRGGRGGRGAGRGGSA*                         
>Ehux_254120                                                                    
MYSTNTATAASTAVPKLPTAVATVGHTCEGPLIRRHGISSASEAADKRAEEEKARRRAKAAEATAAKKEAKAKNNKAKKA
PSAFALEEERRAKVAAELRAQEERAAQLAAEQEAARRAEREAAERAGAAEQAALREDAELAEALRRSEVDAEEALARRVS



RCEEAVSSESTGGGGDLPQRVERLEASLGAATEGSLEERVGAIERLIGPEAGEAAEQHLPVTEPLAAVSLADAGLDTGRP
AAPESTMGGETTCIVCFARVKSHAAVPCGHLCACGPCSELMRECPYCREPVMMWMVPRPV*                   
>Ehux_254314                                                                    
EERRAKAAAELRTQEERAAQLAAEQESARRAEREAAELAGAAERAALREDAELAEALRRSEVDAEEALVRRVLRCEEAVS
SESTGGGGDLPRRVERLEASLGAATEGSLEERVGAIERLIGSEAGEAAEQHLPVTEPSAAVSLADAGLDTGRPAAPESTM
GGETTCIVCFARVKSHAAVPCGHLCACGPCSELMQECPYCREPVMMWMVPRPV*                          
>Ehux_373865                                                                    
MPLAEALPRLEALVEAAGEVEETAGAEERQCDLCYDAPRSVRFACGHALYCEACAPRVLERDSNCPACRQPALPIAATGR
LVAAQTTFVQQPPSRTVPQAQPAGATAAVGRRGGRGGRGGRGRGRRGGRGAGRGGSA*                      
>Ehux_374011                                                                    
MPLAEALPRLEALVEAAGEGEEKAGAEERLCDLCWDAPRSVRFACGHALYCETCVPRVLERDTNCPACRQPALPIAATGR
LVAAQTTFVHQPPSRPAPQAQPAGATAAVGGRGGRGGRGGRGGRGGRGGGGLGGSA*                       
>Ehux_317895                                                                    
MPLADALPRLEALVEAAGEVEETAAPEERQCDLCYDAPRSVRFACGHALYCEACAPRVLERDANCPACRQPALPIAATGR
LVAAQTTFVYQPPTRAAPHPPPAGGAAVVGGRGGRGGRGGRGGRGGRGGRGGRGRPRGEGRGAGGS*             
>Ehux_317990                                                                    
MPLAEALPRLEALVEAAGAVEETAGAEERQCDLCYDAPRSVRFACGHALYCEACAPRVLERDTNCPACRRPALPIVDTGA
GVAAQTTFVYQSPRAVPNLPPAGGAVPAVGRRGRGGRGGRGGRGGRGVGRVGW*                          
>Gthe_100516                                                                    
MRSGFLVKSKKACYSEGEIEEKLLEMKAKPYDKEVQEKACVYISDLWERRDVHHVVLKHGGIEMLIAALKNYPNVTHIQF
SALWDLKYLAGHTSQRIKQIQSGVIDLLIIMMKSHQEILMLQQLGMEFLTEFAINGQEKACARPEILDIVNHSMRKHRQC
ADFLYFAIYFVAAITEVDGVIKAIIDKGILRGVVDVMKSTCHDEEVQAAIVTLLARISQGEFIETIVKEADMDVIAQAMK
RFPSSQKIQAGVCQIIDKCRLSVEFEDVFGQKRAVEHLVELLDECKKPGMIEYALNAITSIAASKSLASKLKSAGAIEIV
RRLLDENPHSVQVQNQARSFLTIMSLHVTDDKFSATGRGGFDNTSKSLGKKSEERSRLNPNSKKQTSSVNSFEKDEIERI
VASIEGRSAQSKENVKKGKGQKRKDNVNADTNELKTDNKSGGGSGNLGQTNKTKDQAEMQESQENDEKTESSQSVEDPSN
GCVICMNSFASHAYIPCGHQCVCLECSTQFSNRCPVCNQESQMVIKIWQYAA*                           
>Gthe_65027                                                                     
MRQIGVGTFKLVYQARWQQPHGASSEVAVLRIRGSGSAGRMKEFEQEVKIFQHLGFHPKLLQLLAITNEPGSGDYCMVTE
LASKGALDVILSSLAKERQTLSLLVQLQVARQICDGMVHLALHGVVHGDLATRNVLVFRLDARNHLDVSVKVADYGLSII
SARWYRQSHAASFNTARSMTRPVRWMAPESIERRQFSEKSDVWAFGVTMWEIWTYAEKIPYESVSEDSLVETKVLGGERL
PRSPSCPAAVYSIMLECWRERKSERPGFSDLQRKLQQHDLTVAESSSEDEPDDYSQQCVICLEREAVWALIPCGHMCLCE
VHKEGAASRPCPICRSNPTSVHRIY*                                                      
>Gthe_150686                                                                    
MPAEEQCDIHMGDQGDIMDAEGQEQRHGASRTGSEGDVPKEVGVSISYFSCKVCFDRRIQTVLIPCGHEALCKKCSKKIK
VCPICRKEVKKVQVVISVCDDDEEEV*                                                     
>Gthe_102268                                                                    
MLFLIQPPPFQSPAAARIPTSTASPSKSSVTTIVVITVVIPTVLVALLLVYRKYRKSSTFASDSRGIQGKFSDREAATAA
RCIEIECETSNVLSSKSEVRETNSVERKELKETEQHVVVSQPSRGIPSVNFEAFTDVRQIGSGSFKLVYKARWQQPNGGS
SEVAIQRIRGSGSTGRREEFEQEVKIFQHLGLHPNLLRLLAITIEPGSCDYCMVTDFASQGSLDVVLSSLAEERKTLSLL
VQLQVARQVCDGMVQLSLHQVVHRDLAARNVLVFRLNAQNHLDVNVKIADYGLSVMSARGYGERYAASFSTAGSTTRPIR
WMAPESIERRQYSEKSDVWAFGVTLWEIWTYGKVPYCTVTDDSLVGSKVLGGVRLPSPPSCPAAVYSIMLECWREQKSER
PRFSDLHRKLQQQHDAAVAESLREDEIDIDSQLCVICLEREAMWALIPCGHKCLCENHKEGAASRPCPICRSDPTSVYKI
Y*                                                                              
>Gthe_61116                                                                     
GDDMCVICFEALSTHAYIPCGHQAVCELCSVKFPSPCPICNCKSIMCTRIYR                            
>Gthe_134979                                                                    
MVAHKDKTAIHRGSGERQGAMGRMKHNGGSLNERQDLEGSKHGGIGGQPEGLQVDIKVEDGRKARKHKRGYSPSPSVKKM
KTGEQEEEEAADPILDKLGRKLYTNLIAEMRVKEEELEGSLAREADLHYKLSVSTRELKTYRNMADELSEAMECSICLER
PARFAFNPCGHCFCCHESCGSFQVRKCPECRVTKKGKLHLYGVFTAISSVLERFTSLRESEGTAEEEGEPKKSHDAVRVR
VVESEMESLRYELGAYKEEAGRLHAELTQAEEQVQSLMLQLEQSRWAEDDVRQQLEAVKEEKTWCEKEMKETRKTFNEAK
KEMEAVAKQVEMWRKEHLEKFEEWEVERREREKADEERAKREEERRKGEEEERKKEEQERKKKEEEREKEEQERKKKEEE
RKKEQVELMKDVKGEVDLMREELRQCHDDLQSELQALTLNDTIKQKCVKWLRDELTTANKERDEACKELSERVEAEKRFR
ALLEVACKAAERDRERVKELEHAQEAIIMCMQDMENRVEGLKVVINDLDLFLPHYREESNRKDAAASTSSARRRGDSCII
FRSMDPRLQIGSSQQRARRIDLSTYRSRMTSAFSAQKADIPPVLPHTT*                               
>Gthe_161832                                                                    
MASSAKERLREAMKHGRYEYANPGRDGQARLRVFHKGQVFLTDHSGKNLICSWRINGEEEREAEVLDSGATHTVIVVDHS
GSMRKNDVLGYESRISAVYDCLIRDHIQPRVELLRGKGPLQEKHVISLVHMSTEPTIVLRRHPINEELIPMIRATISSPR
CHGHYVPALDAVLELLKLSRGSKEKLFLFFLSDGVPSDHVDRVCCHGVFVWKSIPSHYTSKPSLRRCPGNARCRRAVVEE
VTSECLDKMMMIGDIYGRDRVFVCTVAFGPSNEDYEVLEKMSKVLPNSSFQKLGLSSNCLRTAFSSLTSTVTSLCNELAG
ASLSNRNVERDTSDRGAASTDTVDLRRGWDLYVVRPAGRTSGAGENMTITAKYKWNFTTKSLEPGGGLVTRQGPRLVAKS
SIYMELANTLKDILPSFHVQSDAHAMSVLFNRRLQGPAAWNIHFIPCFAYELRDDSFKDGVAWVYVEEELEGNFVKWNNN
NGFVRRSRKAKECLVCGDNPRQIRLSCGHAIFCLECLRNFQVEHDKCPVCRKTIEPHKNKLLDASSSRDSSTYVAPAADR



GLGAILEEAEDEEEEEDEGEAVLTHEHDNEVICVDDLPQCFSHFTYQVSDGHTLVCDLQGVWNPVDGFLLTDPAIHTDKK
LDGWKHRSNKRQEGIKTFFQSHTCNIFCRKLGLKMPNL*                                         
>Gthe_104053                                                                    
MEPHFVTVFGGEPVGMEGTDFVVVGAGRMGASIAGYLATCGKTVGMHDRTEFDMNKGMEILRADMKAYVEKGLLTEQDKE
EAVRRIRLVGTHDEVVKSKVVIECIFENVEEKRKLFSSLIASAEKAKLRPILATNSINFSIKDIVPNREEISMTTCGIRF
LHPVWFIPPVEISSQEEQRPLELAALWEECVGLGLEPFYMSTKGLKGFGRRKLYQDEIDKYHQHRKATVSSSLRGGQAPA
PRGSGSVGRECGICMEPSRVSMILSPCGHKDLCKECTNKIMSGTRTCPTCRRAVERVLEADSGADL*             
>Gthe_67286                                                                     
MDVAMLEFRGKEHDDMETFRNEVEIMRLIGNHPHLAKFYCPTQLRNGHYALVMEYAPEGSLDNLLQKAQQSSKAVSDEVL
LQVGKQVCDGMMQLSVYNVVHGDLACRNILVFSFDYYDRKLIRVKISDFGLSLRLTAAAPASLSRESRYGELTGGPLRWM
APEVMTRREFSEKSDIWSYGVTLWELWTNCSVVPYASVTEDEELRRKIILGHLLEKPECCNPRFYEIMQACWRPDPSERP
SFTQVKEQVEDAFLMLHSKAPADTNKGGECQICLSDQVDYAILPCGHKCLCSECRSVVGTQCPLCRRDIREIVRIFD*  
>Gthe_162124                                                                    
MGGLNSKDQSLLANDKRGIRGLVDDVETANKLAPCFRKDDCQLYFASLNTKFGLNDANYKELARVGVKRVMVDGSDAVPG
GNFKPLTYKQFVKVFRRMQAEADVALQAQMALRGWVEPDRATAQRILMEDGRIVSYDEAQEKGAIKDHEAHEAHRRSEQS
AQDHAAGSRHLDQETEQAARASTRQERLRMMQNANSNFEDAVGEFDMEQTHDDVENAQFEDTQFEDCQGLDMEEEEEEEE
EEEVPASRRQRTGEEDNKEDTINGARGDFNLNKENQGPSSFVSHRGSNWKQDDEGDEGERDRSCTCSGNSECRASEDADE
DADQPDQSEEGSADANPDAAGQENNANNSDQDQPLALTESRMCKIQKSEYECMICLQMTSSGISLPCLHGPFCEGCLSLW
SRHNRTCPACRRKTGYDDGDCWVHLEEPNLDDIVEGLYAFIRKI*                                   
>Gthe_135998                                                                    
MALLGVRTNLAGADSFAPRLLNISWMDKSATCRGACTRSSCGSGSRCEDLSCAAQPMLSALVTDNSWSGQEASGVKYVGV
RIASPMAIRDGAQSNFYSNDMVDLNYFKIASLSFPGWLIVGRSSFGDTVQFPANFDGYSEPGTWSLDSVLLQDNAGNTAL
LSREALQALGVQMSIQVKTLEISRCEGTCSQSPNSCRLFRNSPSCGDLIDRQYCAVEGQQTVRTTAPPPPPASIVPAPAM
PLTTPNPAGGVGEYNTTNAGTEPGTTPLSHPAGSPGTAAPSEPQNTTGGFSSSSLWIWLTSLIMIVVMVSVLFGYLYARG
YVRSTERLDAGRTSRILEIFRSHGATESGVSPSTFLREHERMSEDDVMAFASQTDHRSRNQQDPFDIENLDWVTLQSILH
MSSLQQVELPHVPPPLPQEPPASLSRGWRSSGRSLQARHQGEQHEDEASRTWAPGDSVPSLLSGRPMTMGGRARMSAPVI
QRSSSSGMMSPSEARRHARRMRRLSSLNELYSSSKDADACPPLSGLLPGSVSIADSECCICMDAPVQIRLFPCGHACLCK
KCGKQILEMSQNCPLCRSRVDGLLPIV*                                                    
>Gthe_106802                                                                    
MARAAGAWSKGRISIGLVAFLVSIAGAQRARIEQGKRKASSQFHLMVDLQVCGTQQWLDVSGASCKPCQPKSCQPSEYLK
NCTLTSDYKCVSCVGSDKSCQSLQTSASSSNKTMVVIVIVGSMLAAVCLIAVICCSLQFSYIPQCRDLIDKFWRRNNGEA
PTESLERSSSISQEVSNVWQHDKEIADLEISLHSVASNTDDRTDAGMCQLCLERDRTVVVFPCKHACLCSECFESVMNKD
RKCVVCRKDIESHQVGNFTRTFLGISFPQPDED*                                              
>Gthe_152449                                                                    
MHEAMQRTVKLVHTPVPTGIGNEANLDEEGVKECLICFGRGIDTILLPCQHSGLCVSCAESVLRRSPSLCPICRMEVCEV
LRFVGEESVSITVDNKGDNTLPPDLQAESNQETSRSSPSTELVECSNAEATTRGQQSDDDGERE*               
>Gthe_163073                                                                    
MSVLFERKLVPTDLMTFADANLILVFGFIIFFLWFLRLLRLNISVSTGQVVDEVVRLQTTSMTFQERGGLFGEIRMLWRT
NMQQQLLRARRICSPIDVNELAIPFSVEKSSITVKLSARGPNINDALSGVTRVNFKYLDSAVEGARLTECTRLWRSEVPL
RCNWIELRILYQENVVTHGRKKKRIFGRRYISVNQDRETHRSFEFEMEKIDTMHGSETIEVEPRNNQAPLFTDNHCCARF
ADRMDELGGFDIPFNCSVGLKILQGNVQTSELQLCPHSQHPDAQDGQETSPSPSANRSRARNAAANNEASSHANEEGGNG
GDATFTLLIAAKALGLGEEMHESAAHRGQGKDAESVNLVLVVLQESKNASQDGSKTMNVMKQIILTNKAAYTSQEIFGCS
ESEDDGQEDCVICLSEPKDTTLLPCRHLCVCHSCFSRLELCPVCRSPFTAYLRQVKEGEGEGEGEEEEERVVCETADDNA
TEHARADNRDEAQPADDQHGRGRGRWTVSAATGSDRVRGTTAEVNSKDYESVLRYSAE*                     
>Gthe_163205                                                                    
MERPFGRNFSRLLISGLFFQLLLLGGVRHARGQQCSSSQFDWPSQQCTLPCPITSSSCTQAANSDVVSLAGTAYCCLCVI
SADGQSQYMLCPGSLTNPPQSTEAGSSLLATMILKDTAATTLTVPASTTTYVKISQSGSITWSEFSYLQVDVAANPVVPP
SNETAAAGGANSSAANSNVSARSDQSNANLPMEQQIKGSHMMGNQRDSMKVQVRSSQGSVSGGLQYDDILFNRRSKEQGL
VDQTRRSDASSTLNWYFRTSFLPDLSHSPPVFDYSSTGNSSITLSSPVRTSVYYMALQSTEKYVASVTASQKTAVMLAEG
QPYPFSVNKNEHTFMYFYPSDDGLVLLQPRITPALSNVNSRMFVRLGALATERSWSKWVGGHDSEIDGMADYSYTSVLFL
KSDGDRYISWTIDPGMKSIWTMTPYLVAPTSLQLDTPMNFAVDKTIRAQLFSAVPSDTQGNFYFQLMPSSAPTSQTYRQW
QTLQAATRIYAATKRNGRMAYYQVSDWGYTSDGTPGLQVMIDQWDQGATVYLLLFMENDAPSNEFSVVAFMAGSSFSSWK
WWFGGVLFAVFVFCAGRCVLCRGPRGVSLFGIRSRNVRSMGTNTGLRGEVELQQVEEVCSTEPAPEVMKKVADTLYRRNE
TGSTDTNSVHVEVTVEAKDDAAAQDKGKVSDGTQSTAADAGAEASGAVASEAGQAKGEGGEGGREDGGGEDTSCIVCLDR
DREAILLECGHGGLCLQCATSLWNQGPAGRHCPMCRKVFSGVMKIVEEQEDMVKVQAVHYAYKPPESSSAPRISILGIRD
VLSSITGNVMSRGGGSEGAGGGSNSSAIVLGLVTDNRRRPYPVQVRNETQGEGRITST*                     
>Gthe_73992                                                                     
MRYLGDYLAFTSSACFSCGQNQAQAVRRSRVFPEETQQASQSQQPLDDFAPSAPPLEELLDDERGDSVKQEHGSSHRGSN
TEEAASGNNQGECVICLEAPSKFALMPCGHLCLCGNCVGTVTRCPLCRKELQGFLAVYT*                    
>Gthe_141433                                                                    
MLLLQAYTTFRLQDINLLIILLLLAIFGWFCDLCRRIFDTYELSVAVENGQLVRMGNQQTSLDELQTLWDTHMQQDLLRA
TETPTGAPVFQLSIPWSLTKSSIRMTHDSIELDYDSNLEVLAEMCWGANEGHLMKVVDCYNHPGAMIRSGRSKGALRKKK



FGFFGVPYTAVDENEIELLNCCEPGDGRLDDPTSLRDMGRRWSEVMKFEVGRRRRTTIPCHSWRESENQTEGLTAPVEAH
GGANMSGFPAALVIRVASINQQITLLDGTREMQGGRRKRVTQQQGGILVHLLDRKRDREPGGEYSETLQVVKSVVFTPSA
AYITQEIYGEDESAEEENSCVICLSEPKAITLLPCRHFCVCKNCMERLQRCPVCRSQFTSYLKIEQASSSPSPQDFMEEE
QSKPTDLVHGLDEFA*                                                                
>Gthe_112185                                                                    
MVVQRLCLLASVGLAMGSLQGRAKSDHAVHLHGKVSDIVFSSCLPDFGVRGLGASMSSTDRVHAMSGTGGIAIARCVGTK
NCQAPVVQFDGNSTTSINFSPTVLRKLEGDGKVHIAPSCPRSKVGFHLKEAKISTYESIVAFAGGDHNTGGCVELVVLQD
DLSWKHLQSLPRSLSADPFRHKPSWLTGDRTLLSSSFGKQVAMGEGEVAVSATLLDSSLKPVPAVLIYLSISPTEWIEAE
IITCETQECLEQEESCLRSQDAESCWSTGFGSSLALHGQFLAIGHPGNQSVLVYKQETSAKEGLDIKWNLINVLFDDKKY
SGRRFGASLSLGSSFLIVGIPDQTESGIKIFATPDGERAKEFSKTVFDSHEICCKHDMDCCSSQLAGTFVTQQEQAYTVR
VVAGDDVNRASLLIDCSTTALKQQTTVCKIVANVRSASESESVAGVATSVSMGGESIYFGNPNAGCEDGDNTGSCGQVCS
VTSCQPGFCLLYDWSEQNHLCLNCNDDDDCPGGVQRCAFEQAGVVTIICLGIFSLCFLCCCVCSLNLRFFATNHAPQGYE
VACAVTLELMDRSSSWGFLLALLCCLPLSRFSDQERDERLMGEEEEESDASSDYGEADDLENMKGYIPPSVKEALRMSVL
RKGKLSAGAEDQDSTESERERPQEVEREAAAKGGEKAGGSEDVEGKKEQELLEKQQEKEEGKEEEEREETDREGKEDEEA
GGRRGATVDPEDPSEEKVDVKLDYFCCKKCARRAIETVLVPCGHRILCRKCAKGVKKCDICQQPVKRVQPVFHV*     
>Gthe_142025                                                                    
MLAQAEPVQVAVSSETRRGAGTVAIAGARRRRGTRKSKWKPDVAELEPEMVGDAAELSKLVEEQALESGREAGQVRCPRE
GGNWGLDNRHCGNGEGDQRLKEERDRLQQEQAGPPARAGAGEVCPGRYLLGDKEGGRGGRHRGSEEEEGDEEHQEEAGAP
ARAGAGEVCLGRYLLGDREGGRDGRHRGSEEEDEDEGMSRTAGQELEEIGRLSGTRQLLRLSRGRLKVVSCIKQLAKLRL
VTSGNLQRFHCHRLPQAIPFSNMAGVDLREESKLQVHLDLQLDLLICRDRKSRPPRCDAPLMVGVPGLTGLSSTSLQMKA
NVETVERRGAGSSDVADKINEEIACISSSYGDDSEEDLVNDRKQVKLFKTDALPPDLELRVRQLEDKELRLGELERSLMM
KENQIMTQIAFDDIRCEAMAAEIKSNQQLLQNLQSEVSLLHQTVSSRDSEIETLKKKWEDLHEAIECSVCLERPAKVACS
PCGHCFCCDEACGSSSLQSCPECRSSIEGRTQLYGPLCFLEQLMKKEGGAGHLAESSRSRRSRKEVEELEEKVRGQEETC
KQKEEEMEELKGRLQLISQEMSLLHVRCRESISMTKSREEKVKEDLCRIEEAINSSIDGVEKSLEDGLVGIVSRSVKAAQ
ARGDVRLIVSYMRMLPTCATVAEEGVNALKVFLGDERKKRQILVGGGLDVLADAMRHFGGNPMLVRSASLAMASVSQEEE
GELLALDASSVQTVLEVMKGGMKSATISMLEVLWNLSVLDRNRETVAEAGGIAAIVEGMRLFQENATVQVKGMLAVRRLI
EDRREYQIQVVTCKGDDVIIQNLVSHRSNDSLLEESCSLLRIIAWVPNERSEMMISVVISCMREWLWLTRPSIQLHCCGF
LHAAASFSKNIPIIVLEGGVELAVKSIQLHRACDELVLLGFKLLQNLSKRSEAARERIVQTNAIKFLLEVLQQQPTCALV
AEASITLRLLVDDDEHMANRVILQDAIRCLSEVMEVQSSGSAAHQEASSLLKLLLSLESPQSRAARLAEGRGTRERALRA
GEKPVDPRLEGNEGRRGEGHDVKKIDLETYRSRRSEPGSSSSRLFTRK*                               
>Gthe_142384                                                                    
MGSNNIVKVALVVMLVLATPGFSTAIPDDLHGLADRWEQFAKGSSTALQRTNFGVVEHDGQIAIFGGQRPTGNGAIYLND
LWTLQSGGEFSNVECCGWLPRMKFAYAVHIVNGTRTLFVIGGYSYNGNVPFFYSDVWATSDFARFSFVQLSPTGFLPPCS
GCVAVSFKSYLFLIGGCYSSDNSCATMVTQIYYSSDGSGWQKAISDLDAITLWENSKPDNVMAAVNGEDLVLVQYNSNGN
EVWSLSWDERTKRLNIGAGSIGTISSSNGGAKFSAVFLSLFSNLWLLTGNTFSSTSSSYIVYSSDSGGSWATDSTQDQQQ
QQLLMRERAAGIVWNKRLCVLGGRTYSNSVLSNMWCSVPPKFPAPSLSIVDPPSQDGWFSSPVKASIRTGTIPSESCAEI
RFQVTTAQSPAPPTPQNILYSSSFNIDLGGLDSQAMYVYMQVTFPCSEGFTASDVSSTPINVMQKLSSPSCSPKGSISVK
GSATATAELLCQTNAAEVTVSYSYSGDANTLRNSNSPASLVLVDGASTVKVSCKAPHWVDSDEVSFSFTVTREAGEAPKG
STSSSYTTTRASSPIESTPSPSPSLPPQSPSVSFHSFCCDQTCRSTCLLQTAQDVVLHLQGSNLNRVEDVRVGGRACGRV
GEAAAISLVCIFAPGLGEEQVTVGWTDSGETRTLQVARIVYPAPVAALLAFSSAPPCTGATVTISGSNFGSLLAGHVFEG
VASTFLGHEVRGMVGASWARQVMWVADSSVLVMAPPGAGAQLRVQLFLDGVGVVQQASSSHQFSYSPPRISSVRPSIGGA
EGAMLVTLTGVNFGCTAPDPPAVLLGPQACKSVTRISDNQIICLSPPRNQSIQSTSVNVEVQVAGQSAVSPSSYLYVAAS
QPVTIFFSSLTEGTFSDSGLQVTELLLPSGERIVINSSANTLPSTPAGAPGGSSKLPSSQIAVIVCAVIVIVCSFCYLAP
RLRSRLFPPRQSHPNFSPNVVFAQSELADGLPSIRVVSADSVSWMYSREEEVGRCEHCQRSGFRVCIHRTMKSMWEEVDV
QLPPSDDIDEELCVVCLDRPRNVIIVHGNEEKTLHKVTCSQCTQRIREAGGPCPMCRQPIFDVLE*              
>Gthe_114334                                                                    
MMPDIHAMYPKIEKMLQLKMPFFLAFSVLLLVKLKDNPCYRRARCENDPITFLGVFVPLIVQQIFSIIPAMILLSQRERA
TLVNVVYKRIMAKNDCCNGLLRALFFILFSLRLDGVIDWWYRVIASPVWLQLVVMLIILHTAIKNLNDAMSARDFKKQSS
VIELQLLCTLFISLKLDGVLEWTWSAVFWPVWLATGIFCGVALLLSILLPCMACMKLLNHGRYVNLRTYAHPVLLVAIWS
FAIFAAICTSIALVHLANYLEGDSSSAYAFIAPLIVMFAYFCVIEIWVVFFSEEVINRLGTQLSNNNEIERMAEMENLEE
AATAFDGEKPKILIQIGDDLYRRPFENETFDEEELCCREGYVPTKRLEDASPPEGHPCIICWEQKSETVFLECGHACCCF
DCARQVIVRHQPCPMCRCQIKQCVLIDVLPSDGLEEGSRQEEARPCLNGHTRHADTLSKGAGEVTIVVVESEDVGEREEE
GQENGEEERGEKNEERGTSPQEGEEEETKLTYCSVRASSDPHLTGRDERGGRSRRLEFSSDDPESSSAQLDKSETESRGR
ESGDSQQGAEKKLEGVECANTLSPPIKIGSRKKAARLDQVRLEEGDC*                                
>Gthe_147300                                                                    
MARVRSPQRFASGYDSDTAIEDSGEEEDEQEIKSSYNLREGVDGRMYYGKASDEMPGYDESMDPEFDPVAFAEQEMKSKD
IEDGYDSMGSDDLDMLDVEIREDELDIVRDVKKGDLVSFCKGFTPATVFEGVIRLKCVEESEKAGFGVCVCGSVPTYYCC
VCNMITTCKCCSHKGGCSMCGSDDSELVSVRLDNPETIGSFIHDIDSTEVRCKARTLNDRLDDCMMIFDSVRDRVSFLVY
LYETVFDGILTPSRNICTICFDRSARVIYHPCGHLAACSTCHLRMGSNHPCHMCRTMVTRSYVYMNVHLRGVVERSSMRC
DFDKYIAIERMLDYNTPDALKRYIIAHAKKTMHEPIEISD*                                       
>Gthe_155986                                                                    
MPAAAPITSGYAQPNQQSYSMNVGMNLGVPQSMHQNFNFNQGMAMTQHAYRQPMIQQQAFPFGLPGSQDSNLLKTAGAGI



NSMQPKAFKQMSNQTFAGQSGAPKKLDSSHINPWIFANNGNGLALSSPKAQTVSSPSNRHNSNDKDDSNALDGLCVICLD
KQAKMACVPCGHKCLCEDHSAGLRACPICRTNVQTVLKIYG*                                      
>Gthe_81277                                                                     
VHFALITDTQQIGSGPFKLVYKARWLSTPVAIQRIRGSGETGRREELAKEVKGFKQLGEHPNLVRYLAISIEPMSGDYCM
VTEFAPLGSLDVILANLAEDGETIDLLAQLQVARQICEGMLRLSLRKVVHGDLAARNVLVFRLDAQNHMDVSVKIADYGL
SIMANRAYGEGRAVSVSTAGLTARPMRWMAPESIRRRRFSEKSDVWAFGVTMWEVWTYAEVPFCTIEDDGLVGSKVLDGD
RLPRPPSCPATVYGIMQECWREKSFQRPSFGDLCKRLQKEYEAKARARVRGVAGDNQQCVCVLCMERKADWALIPCGHLC
LCEQCKDGATDRPCPLCRSNPTSVNKIF*                                                   
>Gthe_98480                                                                     
MGTNSSRPGEGGGNQGGQGAGDTGMAGNPSQMGYGGTRFAGGSTGLFAPRPDGSLFVPNSQRQVPPAPQLQLTETIRNDV
NLKKQTLKLNKCANSPNTYCLEFLFDAAADCTVSIWFLAEEQVDSANNTIKFETSYEIQPKTVKFKAALGQHFTQPENEG
FNVSLVQNRGQMYYHHGSQHFPIVIMLQTCDENAHRVQSQSTFATFKSNADGSLSVAVIKQKIQVKGNAYELQEIYGIEQ
NDAENSKECVICMSAPKDTTVLPCRHMCMCSDCAKVLRYQTNKCPICRCSVESLLQIKVNSSGETAPVGNS*        
>Gthe_120998                                                                    
MGNSQNCAKSKGWSGYDEVYDCTGADIARNGYKRKKRRVQIGSGSFKLVYRARWQQPHGSSADVAIQRIRGSGPTGRREE
FEQEVKIFHQLGLHPNLLRLLATSIEPSSGDYCLVTEFASKGSLDGILSNFAEEEKTMSLLVQLQVARQICDGMVQLSLH
KVVHRDLAARNVLVFSLDPEDHLAVSVKIADYGLSIMASRGYGESRAGSVSTAGSTARPVRWMAPESMRRREYSEMSDVW
AFGVTMWEVWTYGEVPYWAITDDAEVGPKVVDGERLAAPSACPPKVYLIMQKCWKEKKTERPSFSQLQKLLQEQYDEAVE
VRGQQCVVCMERRAEWALIPCGHKCLCEDCKEGATSRPCPMCRSSATNIYKIY*                          
>Gthe_149348                                                                    
MMMVIVGVLSFCFLSLLCLCVFNHMYRGRRRDLVLRAEDETDDLPAHPGFVVPVSFETRKRAEIILETLRHVPKGRIHLA
QASTSLSPKIMNLHVDWEHGDINLLIPNHSGVSEYLDSTVASYISQRSQLSCADMCVLCFDRKRDIQLRPCQHNVFCVQC
VSEMLCRWQKREGLLCPICRTPFSSLIYTEPAKAEEAAGTSGDKLERMEGEAETAIDIHAVTAGSDTMTAKDANLVYEMA
AAEGRTDWTRRTEQDTMAQVIGQEEGAAAGPEAEEEGEIGRGL*                                    
>Gthe_98881                                                                     
MRREWSDFLGPPRRAISLPVSRPPLQPPTEPQPISLPQHLKLPGTVPRTEVEEGEECAVCMEMAKNAILFPCGHQDLCIG
CAEHIKNNGGTCPVCRHKIQAVQQVKRR*                                                   
>Ngru_XP_002681516                                                              
MEHQTTPLKKMFNFSSSSPSLASSMVNHGGNRMFSSVNGSNTTTNNNTGSAQQQQATVHTSYRCDGCSVEPIVGVRYHCA
TCGNFDYCENCFHTKKGISHPSFHTFLTHGVSASNNNSMMTSSKPISSSVIVNNPPSRNNNNMLTNNPMINSSTIPTTTS
TTSNNMSNSMIYQPPRPYNPQQPIITSSYPSNMNNNIYQPPPSYPRSNPPPPSYPQQFPSVVGSSISSNPMTTSTVINQT
PLTTSTTLNSAVKIIPPSSSNVAPSSSTATSTENKEKKECHCCSASVSTNIHQCVTCFELSPSEDYCLCKDCHENFKQFG
TENPIHLHDHTFQHFVDVKHLNIWKKTKGLENLKKQTSDKFGELEKLEIEEDHLLCVICNEKLRNIVFLECKHCVCCHEC
VDQLKKVETKKECPLCRTVSEHIKIFWA                                                    
>Ngru_XP_002680085                                                              
MDDLLSNLSPEVYHALMTEMRNEMGDHGLHNYTEQATAFQPPTTNQVSKERFTRAAILKHHSTALIKYRPSEGDVCAWKD
RGQVWKGQVVKDLEIVKGMELIQIEQLKLSPNNSPNHPNRGKYLFARICQPVFRMTSVMTIVENGLTDLNTNIVQLAIYN
YGKVNISEEFRVGRYVIIKNPYYKIYSDEWPGLRIDNPNELFFVDDQKIISQLKESHKQKVEELTEPPKWKIIVTDYVMT
ERVLHSGFIYNDSSIFYWGGISHTEKDLISRQMSETFGELIMLDTYSNILITPVVSGEIPEAGRRNGHVFISDFEEKYAY
LIGGGDDGVNDGSFRLCLKTFEWKKLKFKFNLVLSCAASVPGFIYIYGGRQYSGELCKNVGTFFRYDIKNEKLQKLNISK
PCPSDKSKSCMTSICNGKYLILYGGDGSRLDSLNDMWLFDCSSLEWIEISNISKTKPPPMTHCGWSKVKINGKDRALVFY
GGTGMNGVASNEIWSLDLNTFNWEKVLTTSKNMEALTGYCNHVSKMRLYVYGGMDRLKKLSNKIYCFDLRYHFRNLKDNL
ELYDWQCVECQKYTTQKTKCGKFSCCSGKCEENYSKKHPEPVKDIPQQKIPEQSMKEIKESSSESLREVELREQVELLQF
ALKRKTNTMHQLIDQVSEMDNLKKTLSDREFQVQNLEISVKDLTLELNRSKFNLENISKELITSNLKYEKRMEILHQEKS
RLENENRQFERKVKEIDSKKSQQVEKKVQQLETKLNEMTQSNKQLDLEKENLKKKTVEQSNIIQNLRLSNTNLEQQVLKL
NRECTQLETQTHQFLCDLEEKEKENQDLIGKLAKYYEDLESQEPKVNNHEHLHQQELFECIICMDNKVDHVSVPCGHLFC
LDCISNQVNCPTCRGKIESKVKIFLN                                                      
>Ngru_XP_002677829                                                              
MWGEGNIRSYVQALFRGSITSPVLTVNRVNGTVHLKKNTFSCITAQDDQRKLNGVKFNFDTLVKSSVQLFWGVSELSFKR
KILQPFKDNFEKIVNEAKEKGKENYQQDQHLEDDENMERGLLDVNENQVDDITASVYETPLSQIDMNRLLTYEEYVEKSD
LIYFDKGLNQSFEMPVDEMIDQNVVDNYFTSLIVRETPQTNNNTNNEEAENAEGQVETTAPEIQNTEEERLGNQLTRDLL
ADEDETIQSDSKLPLVIVLKPTNSSDTLKRYEGEDSSLDYDRELQSLYVICNFKRYENSEEGVYYRGNVVKIFAQTESEL
FELEEVYGADENDENEVEECIVCFSEPRDITILPCKHKCVCHECFSRIDKCPICRTNVRSFLTDGGNTTTESDPNTQNNE
SV                                                                              
>Ngru_XP_002677382                                                              
MKGSPGLTVQSVQSLQMQSLQPVRNSQTMTTKVAMTREELDEKKKSFIGLLTDTVEKSLKEEYKISKSILEDQKKDEGLN
EEDENFLDNEMENHKCGVCFELMLDNDHTPMMIVPCGHCFCKNCLGLLSNKKCPTCRAPIKSQAVNFALKQVISSYYELK
QQKEKKKQESITNENRLSTSGGIDPSIVSTFKSILSKTSGENRGEVEKYLSQFVKAKTRLNILSDSLGETSRDIDTLKKH
ELIAETHLNQFNEDHTGLVKEIEEKMKQLEELKRAIEEQERVVSTLMRQLFM                            
>Ngru_XP_002676945                                                              
MPYQSTSRHSQQRHRYFNQQQQPQQQEHDDENFNQTTGKQESQHKDWISKKKIKQKNKYSSKIKDLKRQLAEKDERFENE
RFKLSVKECNKLTTPYLKLLKQDISEALKLIENELSDREDRERNCIVCMENQREIVFLQCKHFITCSSCADQLRECPICR



QSITKSMKVILS                                                                    
>Ngru_XP_002676631                                                              
MDQLLGRIVASNRSESSRSILRVAIPTITFLTNPVVRSILFYMIAVYFFNVPSLFLTSSSPPSTSLENNLMMNGSVGNSS
SGSSGAAADDNYQSINGGANVLFMSEQMGKRLSEVALDRVVIYGLMGYVGMAFYKLITPLTACCLYFVVPHTWFIVYYIA
INGIYFEDSLRNTLYAILMIVSCYQVRYHLIHLYKTLDQIDRERRTMNSIELLITTLGNQRITRVANNISRMNLSQLKKY
KEYLENELAKVVNLLPSLTNQGNNSQVENDSSTRAVTILEDDFNLASENCVICRDNPCEYRCIPCHHVCFCSGCVSEFAE
KMEDEEMIGDEDDSGFFTQKPEIFSFDKILVNNSCPICRLQVHKLEYYKPMKNYVMERNTLTRDQFHSDGLLRASNEIFK
LGLYCRERPDAVEKLVHCDRKNFE                                                        
>Ngru_XP_002676307                                                              
MGQTLTFHQDQQHRTLRDDDDLENQSENENAPSGAAPTTLNNSELPSSNTTNSHPQLLFGGAPMIIDGLLNQEFFSTNNS
EELMNLFGYYGGVEGLLGTSDNTIHGGSDQPTFRKFEFKETMLLRNDINIQKNSILLKNSNQENHYQLSFKFNVRSSFVE
ECKVFVYLKAREIMIDGRVAYVSVLSHEIPAKSFHHQDFMNLDSTQEETRVDLNSDNDTRKDYNESAFVECTLNDILIDF
KNEFPNREDLQYSNIPPQVENEEVELQSQLVPLVVVLSCDTSTQYSLCSLEQQGNDQSYSIKVNKQKIVVGNELFEVGEI
YQQSTNDHHHEEEENLCVVCMSEEANTVVLPCGHMSLCEGCATALKEQTNKCPICRQKVESAIKLPSNE           
>Ngru_XP_002676121                                                              
MSLQLATKTLYHNKKKTDQQEDEEYDFFPLRLLEESHSLKKAYTHSRRKQLGYSSVGGESNTTGGSDHVALIDLLDTAGQ
EEYSSLRDQYYRTSYGFLIVFSITDSSSLEDCQTIWEQILRTKDVDSFPCVLIANKSDLEEERIVSKQQVKEVALRLGIP
YFETSAKQRINVDEPIHELVRMCGRLDEYRFSIVGSGGVGKSAYCTQFIQNVFVEQYDPTIKQIVVSNVPLDDAQSSSVS
SSTSKKKSSGGGFLSRLFKKSEKKTASTVSQACSSSIDLSNEQTIKHPKSDANVAALCMNGLLAECPKALGPLVTCSNCK
AALNGEKKRNHWKCSFCDTENVLPSNVSSIPEMIEHKLEESSVNDDDGLLVFCIDISGSMCQSEQLPSYSVLNLDLRQSD
QQEKNRRLLRELGLESEVSVHNQFLPNESRSSSYVSRMDCLKMALDIQVTETARESPNKRIAIVTFSSNVQIIGDARSQT
RASVPAVLLDNFEGLFKLGQSYRTSILNNVSLANDNLIEYIYSIAEDGATALFPALLVSLGIASQQKGSKIILCTDGVAT
TGLAGISEEISKRAKSIKDQEECCTKIANLSCEYGININVFGVEGSNCNLSLIGKLADNTGGLTNIVKPVELRRQMRQII
DNPVIATDVKVQMLFSNPISPKNQEVSKLDKYSMVTQSISSATAETDVTIEMEVKDDKKDKGLIQAQIYYTASSNGCKYV
RVVNQPVKITSDRSVSLENVDVSVLSLNAVLQSSILAESGKIRDARLKLLSMNKLLEEVSKSYGQQEEMNAFVNNTQDLD
EDLRQCENDSSMRETDKLSSLLYRMKKSNRTAFLAGERKREIVQTRKKHTGQSNNNNQSSSSNSGITPSNSRIQTEDPSI
FTNRDWLAEEERIPEPANISQITTPTDHHHEQQEENNHCIVCMDKEINVVLVPCGHMIMCDGCANKLTNKSCPTCRKPIT
QIVKVFK                                                                         
>Ngru_XP_002672092                                                              
MTRLDVQFCKGFVQTNVQNVYCTDVGGKGLKNNNDRFILQFNQYYQKGLMVKNQEKGIPMRYFEIFIQHVSEKKPIFAIG
LAKPNYDRGMVGWYDESIGYHADDGYVFHNVGNQHNTENLIGLYSFGDSVGVLLIGSKAYFTKNGVANTKAFELKNYAHE
QYLPTLSSSDSDTTIKVLSPSEFKFNIDKFIKEDLKLELIENETPQRSVNDSANDMLNHCDGLKKLILDVIEQQSVNDSL
QKQKDTEIQKLKIEITELQSSNEKLKQQHEITLKENEKLRDVKTRLALNQQDINNLSLEQLKELSRILLDTQNTIHSKEK
DLLDVELLCVVCQDKRKNTLFLPCKHLCVCAECAESVKSTGKQCPVCRTVISDSIQTHL                     
>Ngru_XP_002668263                                                              
MSKTLNLQSVILFVLMMMMMMLLLITIASCDERTTKQLHDAIKNNHWELINQLIKGGEANPYEKVDYWFSKYDAFDIAVY
YGNTKFLTNYMKQLEKEQEYKLQQLKKEQDQIQLETQLANQFKNTIYMTVLVIVGGSFLGYWYIQRKLNEQIEQENKQVE
QNLRTKEQEKIKIENKLIEIGKEKMKIEVKLNEILEKQNSHQQPETQKRELERMKIELETANHELMDLKEKIEEEQRCCI
CMDRNKNAAFNPCGHVFCETCCSHCLSKCPICKTKPRSFYKLYM                                    
>Tvag_XP_001582466                                                              
MADIFQAISEDNLERMQACITEGTDVNKPGPNGLTPLMHACQEGKDKCVAALIKAKSDVQVQAAGGLQAIHVAAAAGQDA
SIQALLKAGAQVNNQDAAGMTPLHHAAKNNRKKTCDLLIRSKATVNMPDAEGNTPLLTALIAGSADAVQSFIKADATDLT
VQNKKQQTPAHFLAAMGNIALLKSLAKKGLNWNAQDDQGRTPVELCADSGNAQCFEFLLTKLGGDPSVTNAAGESLAHII
SAKGHAPLLGILKASGGNVDSEDANGCHPIQQAAASNSVPVIEALIKLMAQVNCADGKGDTPIHYAAANGAVEAVECLVN
SGADINAKNKAGETALHVAVTKGDCKMINALSDKNIDVSLRDNNGNTALHLAIPLHNTEVINTLIGISVPPNSQNNDNMT
ALHLAATLGDVELVQNLIKAGADVDMKNNDGETPLELASAVGDVPVVKALIEARADVNSKDGQGMAPLHKAVQNNQVEVI
KCLKEANANINAKTGDGETPLIIATKMKNVDLITMLIDMGCDVNIGDINGTTPLHYACKLDLTKPALQLIEKGSDIMAKG
EGNNTPLHFASLNMNKQLVEVLIKKGANAREMNSEGRTPLQGIRLTFAKFMKQLMGEDKGDKKEDIKIDVSEVLNQSGEK
LETQTELKDTFCLLCRRRAATAALLPCGHLCICDACQHERLATLKQCPICKKDIYGACAIFCEN                
>Tvag_XP_001580550                                                              
MSSQEHENVQESYVSFYNLSSLGSESNNHVFRITPPSTVDLDNTIIINFSGTLIFDSQTEYVCKLIRVVAGMSVTFIDLN
LKGGICTNTASYITIKNSRIHEIQSGVDYLLASTNSRIEIENTIFENSMLYGISADDSSNITLRNCKIINCSEAGLVATG
YSKVFVYDSLIDKSDTDLTFADTRSQFVFSNTEFKNAQQTAIFINANSTLKVTNSKFTDNHKGALAVHQSFETELENCDI
INSGDTCVLLDDAQTILNNVYMRKCNGNCLNASSHSAAFIKDCHFEESQWPLLAFCDGAMGYVSHCIFEKSLMSGVIVRS
SNRVVIEDCIIRTCAEAGTRVINSKNITIRNCCIGDTQYGALEVCDLSDVNVEDCIIAGGAAHGINVFTGAVLHVTRCQL
IGPFNSFMWIHHGASIFASEIVFADSPSPIKKGQWRLFANCTTALARNDIGNPIINETYTYNFNDMKTDEINLELPKKQR
ENDIKICRIDTKYAVEVINSYIVGVGNYELHANNLAKMENKNFIVKRCLKCDKVKRCCLFSPCGHAIYCPECWDSLPEKD
RPTKCPLCHLPIEKTLHQIFNQGADEHLCPICYTNNIDSVIMPCGHPICLECCKSWFVEHSECPFCREEQARFRPFVPYE
>Tvag_XP_001579474                                                              
MNVWEAIDNEDLNAVKQWVKETSDINEVNADGLNILMYTLKNGKKEIGSFLIRSKINLKYVDPQGKDAIMYAIEGGLGIA
VQPLVKQKHVVTNVDVHGRSPLHYACIYGSKAGADFLLKSKVPVAGVDEDGNTPLHLALINKTKGMLQLFAQYNPPYNKP
NKKGETLAHLAVYNQSVEVIKYLGNKKFGVDWNVADNEGLTPALIAAKVGAEKVLQLLFKLGASPSAKVADGSTIVHLAA



LGGHANIIPITSSVGAPIDEANNDGIKPIHYACMSGSIQIVTALQKALADLNSPDKDGDISIHYAVRNNHIPVVEFLIQN
GVDINSHGKDKKSPLHLAVELEFPEMVQLLTEHSCETTTKDINGETPLHYAVKQMNIPIINLLIVAGATTNNTANDGTAP
LHIVAEQNQVEVAKILFAAGADANIKNQQQQTPMHIGSLFGSDDIISIFIEQHADLNAQDENGQTPMHIATLNCHLGILK
KLGEAGSDPNVKDRQGKTPLHIACSMQNEEYVATLLSFKANVALADENGRTALHYIADLANFKLTQLLLQNGAPVNVVDV
DKNLPLHLAALKMDKKVVAALINAGADVKVMNTKGLTPMQGTRLTFSKYMKALVKERDEKEQVVNPNKYEPGNVLDQSNN
VLQGDAELREMICLLCKRRPAVAAIVPCGHLCCCEVCQKERVSSLKVCPFCKKECFGAVNILVEI               
>Tvag_XP_001329370                                                              
MTIPIFQAAETDNLDEVKKLLEAGTDIYTANFDGETLLHMAAKCNSMNVLNYLIEQKMDLEAKTEGYEDTPLQIATQEGQ
SEAFYALIKSGADINTENIEGETPVFTAIRFKRPEFLEYLLQNGADGNHKNKAGETPFTIAVQFKSTSLTKPLLDIHVDQ
KVNGVSQEEIKKLMSMPMSSRASTTQTPEVLSSEVVSARNKNSRGYDDPITLLFEYCITNNFKELEKNIEGVNVNKTFFD
NETLLHAAVENNAYECVNMLLDYGANINAQTKTFLEPPLHMAILNNNHEIIDLLISSGADLELQNAEGESAIFIAVRTGN
VELVKTLISKSVNINIFNHDSLTPIFAAISLHQPVIAKLLLQAGATASLGRSNCFSHAMEMGEQDICEAIRESDPSLARA
AMNTSNLDLAPPPQQLFNYIRQKNIGGIRKILSNRYNLNLEQPDGLPLIRSIETGNFEVVKAIVNAGADVECSSGKELPL
FVAARMGNEKIVEYLLQNGADPRTINEDNENALFPAVRSNNVHVVQLLILQECGLDHVNNAGMTPLYNAVGLRSLPIVEA
LLAAGADPNNQGHSPFKLAQDLKMTEIINALVSAGAKAQIKRAPRRTRQQASILALSQPMRLKTPLKPEHGKCSICGTKK
HMLKLIPCGHAVVCRECLEKFVEKRSQCPICSMGFYATSAFN                                      
>Tvag_XP_001325621                                                              
MVELLLENGAAIDAQDEDGNTPLHIAAKHNHAEICRFLISSGADHMSVNKDNLKAAEVAPEALKKQLNDFIIETLMNKSR
GIEVSSSNLGICVFCQARQAVYTFLPCHHVSLCEECYQENKDKLKFCPMCRKTLKLVKKDAC                  
>Tvag_XP_001319089                                                              
MNFKCVANLGFCKQLPKLLSEISFPTKNHEVKLLPGTKVDSEIFIRTTLTLNGFGMDSKITRIKTMNIVSTEVKFTDVNF
SGNIIVSTGSKFYATNCNFNCSCEKQDAIIEISPNAVCEFTNCNFYGGNQSSITSNGPNNITFNNCSFLKAPVTSLVLSN
ETGVKFYNCQFQDATKYSVLITKKSNGSFNSCTFAQIPGKAIAACTESMISLSDSKFSECQNGVLCSCDQTVVKITNSEF
KDIPTIGITLSKGSNAYIEGSSFDNCSRALIVNRSYVVLNKTSFKNCIFLVIGKYCPQIITNNQFLNSEIGITDGCNPIF
KNNQVVNSVVRCGDFSKPLLINTPITELVSSNCSQVFLYHSPRQQEKCILGAEIIDTESENFEIQRKNGVFKYSNGEYQI
PEENIDYVPPNGYQDLPLIFIPCGHLCSTECDKCPVCGISGRTSKRFKTDRCVICMDAAPELVFMPCGHQCCCHECGLSA
AEGKKCPICGVIACATKKMFM                                                           
>Tvag_XP_001584335                                                              
MQDNNHRQGSGGHEDEFSRLEKQISRSDHVLHCLTRNQAYIEELRYILKQAATQIQQVAPSSDNLSNTSSASPIENSNNN
DKSTSSQTIYDQIYENIKQIIYSVPQSEELREFLRKLHQHFADILLLKNQAQSSRLQYNQPQQETLINFLNKKFEFGIDH
APKDKCDEVGNTFKISQNAVSSKYHKLIDSLAPSKQALSYIDQNIDNENPIDSLTEMYNDLEETEKELTNELKSLEMNAI
LYNDYINNPPFDIVRESPEYQEYLRGSQYILPKVRSKAEKMQEIYSIMLQKHKELTEALVNTDFNPSDEEYAKILQEEAE
VTVLHRKLIFVKGIVSQLKSLFPDKSADFCKRDRKVLQDAISAFDKNNLEDVKKILSDYKKELPGIQASIKEETSQIENY
GASLEEQLPSLMRRHTKQMDQATIRGLEQSRENVKKAKQSIEQAEEQMESQFKEIKERHKNLLEGNFSINAFPPNLDVIV
ENTQNRLATKRWYERRIKNLEKENEDIKTKIAEMKEETEQIRSETKAKNEINDSMRKMKAKNIPHSLDELKSIIECPLCG
KPRDTVVLACGHTFCSSCAKGFIRNRNCPSCQTRFTQFDIKTFKYD                                  
>Tvag_XP_001583918                                                              
MSNPPSTFLRNYGQPDQEAPPIVDYTPPDEVYAEIIKVQNRLKNLEKIIDQNQEKSKKLGTECVNIMGAAEIITFDLFLL
DYIFNYGINANPFVTFVEQCDSAATKTEVEQLGGHIKYVYRSMETAVSNIMKNEIERIEPRSVRPLSQYVKLKEFMIGDE
IQGKPVTTRLPTNVPQTPTPAINIPPEFDERIRKELEAAELSQEILHLRGVVGALSHKLADIDNIRAQIKALKPKVSDTK
TFSIQDCPPESILNSPFYKVVEQKYHFLNMIAESLRKQTALIKSVNEELENSQNIFQKIKVTSIKMYDNFSYSKEKFVKR
IDKLQNEILNLEQKYTPYIEAIFPKNVSARFQSMEEDNSKEWDEIAELLDQKLSATTEGTSENIDLSSAAVMLPQLRDMR
DEIFQNCVKATEKARTWFYSQQANFSAIADSTKATVQIEELQNEYRELQKLQQIYLHFGDSYRSLSIEKICQNIIQANQQ
LIILATSSLDIPADTIQIPPAEDVEAEYAQLCAEEAALDEEIAKIDSQVREAEERRFVIAKERDMFKDMFTARMDRFDER
EYENAKKILDCPVCKEAKRNVYLSPCMHAVCSDCLQKSGEVCPVCGHQVKETHPLYFQI                     
>Tvag_XP_001582222                                                              
MQVTEWIQPLKEQCIKIDLINKETYEKLVNDIAALIGYQYKLSNYMLGFLNTLKSKIPANYTAHYNPECLDFPTLTDHSR
LVYNIANNFVDTILSILDYYGHQQFAQEIIEFHNLFLEKIKIRNAFLSEHPTILPPYTKTLDLNFHIAQTIPYGHNNDLT
SYLGSLIKIIDNKLSSDFDKKYYPTIESISHIYQNIDNGSLLPQLEQICSDLDKTRLELLKEKSSLERGVQSTEDFLSNL
PIEAIRENRQYSDYIKSTNKILPQIRANMNDLLYSYSSIPDIFKRLHLLFRESVPTNYVDQNEMEELRSKYIKFCSELKK
LRLFLRIVKDSNIKQYSPNQAQLFISQEKDFLSNIKKLLEENNFQEIGPLIDNSLSSFAHYTDSVPDETEQFVKETSEFD
VQTQRWANNRPQIDPQIEYQVKNLRDQLDSMQKQTDQIINSSNVSISQAIQSISDLMTYLRFSTPIKESELQEFSNELDR
EAGNAWARRRLESKREQIERKKKILEQKKRELEQQNNRISSMQKEIENYKSEKEKNPNYSAIPREEVQDAKDRALCPLCE
QRNPRNCLLKECGHTFCLACIQAQIKSRNRACPSCNKKFAESYVKEIQWE                              
>Tvag_XP_001326336                                                              
MSSLIDFFDTFEFTEQDGVRIVELTEAEYDLSGLEFKINSPCRVISKCNSNVHLGRIVIAECDTEWDGLSVEGSIVVRNA
ENFIVRNCTFTKGNTGSGGCIVITRANKSLIENCYIHDSQTCGIFVEASALAVIRNVKTNKINSQNVFITCYSKAEVTDC
EFTETNDTALCCIFESAIQLTNTTIKDSKGFGLNLNNACFSINNLKLINTTQNGINIYQCEQPAVIQNSYFQNTGSSSIS
IINQFVPIKIINNVFEDIHGNAIIMTEESVGYIANNITKKIEFPAVAVLQKSSAMITENDISGCSRAAICARYAQTVEIF
KNKIDGAEDTGISVSDSTDVRIHDNIIMNCLIAGVESYNESQVTVKDNEFDHPGKYCFMCYAGAFLNASNNKIKHPDESM
ILVSTHGSGDFVENTCTECDVQYTGETTGVIFMNSNSNYENITNDEKRSNDKIKFIPPYQDPCQGMCLKCRKKPRTRFLV
PCGHKIFCDECGQEAVKNGESCPLCRFPIASFTCSYTSTWDDDSNLCSICAENEADVVILPCGHTGLCSKCVQNWFSENN



TCPICRKEESFMKKIHSNF                                                             
>Tvag_XP_001319609                                                              
MINEKNPILINIDQFPDVALHSIDYKDKDIQFSSSQSAKIEDEIIITENMNLAFDFRNEITCKKIKIVGCQVEIQGLNLR
GSIVVENGILRLTLSAIHDISDDSDYLLSIQNIAGVHASKCFFTDSPKFGLSVDNCSAMVLEGCQIKNTKYAGICATSNS
ILSCESCLISDTGRDTIFSEGNCRITIRSTKISEGGNRALAGYNVKNLVIENSVIKNIQQGALYVSSCPQVLIESSQFSD
IEHTALYFERSKVVLKKSAFLNCNGNGINASQSTTAIISSSSFKSMTFPPISICQSSVGMIKKCNISDSQMSGIIVRTNS
VATIKNCNIENIEHFGVAVSDSESVKIDTSLFVGCKYSCLGCYNHSFVALENSYLIGPGKYGADIFTGGQLVSNDTTFIG
LSESSIYCHHGGSAHFKSPLFDQTVINKAEDVNTIINRIDITKRGGELNRDKIFKVDTKREFQIGSGFVVGVGPINVMVN
ENAPNAQVEKCICTPKCLLCGKNDSVFFINCGHSVFCQDCIQKLNVTVCPLCLMQVDKSVKPIQLSPEGENPETCGICFT
NRTDIVIMPCGHTICSECAQHHFANSNYCPFCREGYARPRRIVAYE                                  
>Tvag_XP_001319409                                                              
MGKQICKICYNRIKKPVLLNCGHAFCASCVYDFLKKNTKCPICQKPINPSKIVYIFPISEHQEPDDDTRFNFAEDFRNLA
TLEPNNKHLVINEDIFSVSIYNDEETEEQITIQDEQNQNNDLHLETQEIFDDLPDQNVNNDATLNENATGNEINDTENQE
IPDQIENEENQQDIRPNEVTIGLQYTNNYTQPQQQENTEVNEKLNTTLQTDRPNDPSEDCSDDPPIQNNTFQDNQIRIEI
NEAEDRIDIIPQPNPQFPNRKLQLQTLLQEEIKKIIMPQLKTNYELVIEYYKNQEATNDDDERRKIDPKLSIEIIENGIK
NDKSPRLPKEDNWILFIFQSIFSVSFLVSLTSFGMTGAGPAIFYVIVTLFNSIFQMLM                      
>Tvag_XP_001317971                                                              
MEIKIPPGIPSLLLNFTETVGADEQRRLVMKVVKPAVIEEPIYIRQRLKLTCDNKKDNHLEIKWVTISQAEAEFENLEIQ
GLVHCTGEGTLIARNCTFTPSDQQPNTAVEVFAQSKCIFENCVFSNAIVCPLTIRDRASFEIINCTFHLNTQTSLLILES
AKGFVNKSTFLGTDKFSVYVFSNSQCEFNECKFSEIAGKGAYVFKNSEATFNKCRFEKIKGGAINCSTDGTTIVDNCTFS
GNGHSGVHAQFNCKTQIKNSTFTSSGIIYEYCGGLIDSCTFTNMNSPGVCCLGYKSNPAVKNCKIKTYNNFGIVIRDAAN
PSLYNISLESGKTHAIMISDFSSPRIAKTTINNCLNTGICIVNGANPEINNCIINSCKKAIEIMTTSSPLIQNCIINGDI
LIHHRGELLPTKFIGNVKNSENSSFKSLIYQDGMFSIGEEAKMPQEEPDFVEIPEMDIGNLDLSCESKSEHKQMCMICHK
EEAELACVPCGHILICHNCKDSFEKSEREKKVCPICSTPVLKLVNVFQEQECQICCDSKADTMILPCGHFEYCYKCAVRA
CEVSKICPTCRGRVISIRHMFPTV                                                        
>Tvag_XP_001314796                                                              
MSEPVNVFLTVTDDYTDDKGKVWRKFSKEIQIQEATYIRFNTKLLSLDNYRVCLSWVTISVANVKMKGIRFSGLLQVTAK
GSIHAKNCTFESSDSDRESVVEVFAQSSSKFTNCTFHNASKSALLVRDRSKTEIIDCTFEKNAHSSLLLLDSSSAEITRT
NFKGANRFAVYVYRKSSTTFTECSFRDMAGKAVFILYEGNSRFSKCRFNKCLGGAISLAETSIANVSDCSFDTINYSAVH
GIKNCFLSVENSSFIRCKGNGVNFEHSNGYVSNSNFEDFQYPIFAVFGPNARPDINNCKITKFNTFAAIARDCAIPVFEN
LDFSNGKSHCFSISDFACALVRNCNISQFAGAAFSIYNGAKIIAEYNKVKGCELFAKLFLHSTSTFRNNYIEPGMSISRE
YGAKYEFVTNVALKQETDKVILESLPKQTGLSDIKSGEMIISRNKKLKTLNPVSMPPASLSSVPRDVIDVITDSLKRSDY
DPQKSLPLAQKKDNHSSEILKDLLTHVSEQIPKENHKIIEEKQETNEPEKQQCDCFDEKSILGDEIDEKAIDLEDPNNIT
KSDSMDEVIVNSGKIVLSNKSIKLDDVKSEPFEPIDVDELTDQPGFSAVGSPKPMCFKCKQHQAEVYLSPCGHCVFCEEC
AKNEQFCPLCSSAIQKSTKAFDSGQCLICYGPHDTILFPCGHLNICYACAMRLWSEGRKCPECREKVISFRHIFPMCDL 
>Tvag_XP_001313810                                                              
MGSVIGIPGQNFAFLGGGEPREVSEVLDEEIANHLKEIGVSTVIPIREEVARDVYSPIGLPSCAFPSIKVDKLSIAFSAS
ESGDMLITNDSYSNNYSFGPGNDQIYTFERPPGEKFDVKFTFSNRDPKFLRVFSFTIKRNSQPILVSDTIYSGDEKLEIT
KVFCQDQAFDNDNNDQNTCLICFSEPATVISLPCRHCSMCQQCSLKFAAMSTICPVCRQPVTELINVVKNQ         
>Tvag_XP_001310967                                                              
MGCASCLPLQQPLWYEYYGPIRRVEAANAINAAIADNLNFDNAMTRVPIRKVTAPHIKVPGALNKPIVANLTDTTVTISF
STKAAGTMTLSANESSEALEFANALNQTLTFNRPTDEQWTIKFDFEDGEEVSCRIIKLNAKTPSSPIVADDKIVINGKIS
TINKVFREEDEGSDGGFNDGMCLICCSAESTVIAFPCRHCCMCSECAERFATMTIHCPVCRAIVTELIDCAPNQEQNPPP
PP                                                                              
>Tvag_XP_001307778                                                              
MSQDVIDLTADDSSDGEPNMRPRKLHPIKLPPLPQTEDFGDLTCKVCLTNKINLITYPCSHACMCYECFKALPIPKQCPV
CRKYITRCVFVIFPN                                                                 
>Tvag_XP_001305447                                                              
MERCYKEIFRSIFTKNTSAKMIPDNESLYSFIECYQLQLSDCTQILNFLNQGLDIDNDLIIAITSKPTMKLIMTKFPNIY
SFKKITTNYLTSKANTIISYCSVMSSILSKIGQSRQDLEQTANAIQDSIISYMKLSHTNTNITICKFQNYEIDPDLSIYL
DKEKLLENNQNISKEIEQKKFSSHVCCLCNEYPAISYVTPCNHSFLCMNCLQEAFSSNNIWKCYICGKKIEEVK      
>Tvag_XP_001302885                                                              
MTPLHHAAKNNRKKTCELLIRSKATVNMPDAEGNTPFLTALIAGSSDAVASFIKADATDLTVQNKKQQTPAHFLAAMGNI
AILKSLAKKGLNWNAQDDQGRTPVELCADSGNAQCFEFLLTKLGGDPSVTNAAGESLAHIISAKGHAPLLGILKASGGNV
DSEDANGCHPIQQAAASNSVAVIEALIKLMAQVNCTDAKGDTPIHYAANNGAVEAMECLVNSGADINSKNKAGESALHIA
VKKGDCKMINALSDKNVDVSLRDNNGNTALHLAIPLHNTEVINTLIGISVPPNSQNNDNMTALHLAATLGDVELVQNLIK
AGADVDMKNNDGETPLELASACGDVPVVKALIEARADVNSKDGQGMTPLHKAVQKNQVEVIKCLKEANANINAKTGDGET
PLIIATKMKNVDLIMMLIDMGCDVNIGDINGTTPLHYACKLDLTKPALQLIEKGSDIMAKGEGNNTPLHFASLNMNKQLV
EVLIKKGANAREMNSEGRTPLQGIRLTFAKFMKQLMGEDKGDKKEDIKIDVSEVLNQSGEKLETQTELKDTFCLLCRRRA
ATAALLPCGHLCICDACQHERLATLKQCPICKKDVYGACAIFCEN                                   
>Tvag_XP_001301108                                                              
MPILDAVMNGTAEQVNAAIKEGGDINEVDGEGYTPLMRSIEKPSKDIFGVLIKSKADVKYKSPSGLDAMKVAIQAGADFA



IPVLIKSGYPIDTVYEQGRTTLHIAALSGNKKIIETLCKVKADVNAKDQDGNTPLSLALANQVPGILQVFAKYNPPFNEP
NNKGETVAHLIIPYQMPEMVKFLSNKKYSIDWNAADEEGMTPALIAAKLGLEKSLELLLKAGASSSAHTKDGSTIVHLAA
LGGQSTIIPICAAQGAPIDSENDKGIRPIHFACQSGSVPMVQALQKALADLNATDKEGNCSLHYAVVYHQPEIVSLLLES
SVDINSKGKDGKTALHMAVEKGYNDIVTFLTEKSCEVNMKDNNGETPLHVAIINNNVEAIKILLAAGASTNVQSSDGTSP
LHLVATRHALEMGGLLLAANANINIQNDKQETPIVLSTECGDEDLVGVFIENKADLDIGDEHGKRPLHLAIIGDHMSIFE
KLQKAGADLNAKDEEGKTPLHVAVELNKNEFVVKLIEDKAKVDIADNKGQTPLHVASNNASHVMINELLEAGAPVNVVDL
EKNTPLHLAALKMDKKCVQALIVSGADVKLMNDKGLTPMQGVRLTFSKFMKALVAERDEKDVKDAKDEYIAGKVLNQEGQ
PLNTQADMRESFCLYCKRRPAVAAMMPCGHLCVCEVCLKERVGQIKTCPICKKDITGAVNILC                 
>Tvag_XP_001300113                                                              
MTSESKDDSFPEKIEKEHSKNDITEDVGLSAEILRLQQRIKHMEFNVDLNIKRGQELSENCFKLLRSTEMLACDFIFAEY
LLSDNPDTNKVYVFLQNCIHPKFNLSSGKQEDFDMATKYVRDLQNLIQSCAVSLLRPETKQPQVPKRVSEFVTFLKDQKH
QLQEEISANAEKAEEVLKTEDVKPENKEKVDIESPDFPSVLSKWLTNELHLGNTPDDETIELRCLINNVSRRLANVTRLH
HSITEMKEMIIPFDQIDYTDCDAPALVNSPFFSGVKSSCSFLVNALKAMQAQKKILPVFQQNLEQCQEHLTTLCNKAQDA
VKEMGKQLSHMNDTVARKEGEIQKMKEELKTFVDQVYAEPNLVSFSNNEKAVQWYNDFEDKLKKYINSDSSLESRLNSQL
VLIQECRNERQQLAKLCDEQTELVKQIQQKNQRLFELIAQNKKLDEESVMQKDEQMLMSKYENALSAVFDGLHLEEMAKW
ADKLREVGEEFRKCAESQNQIAEDLNRYISAAEDKKVCDEKRKEIEQLSEMNYKMAQEVGNARLELESAKEDNFRAQQEV
EKFRDWMPDCIDKKNSEAVKKYKQMAFCPLCKYNRRDSILTTCGHAVCHSCLERDGQHLCPICKKSFTKNDIKPFFLQ  
>Tvag_XP_001298119                                                              
MLKQQFFKYLLLYSLYYHKETPLHLAVQENKLDIINLLLENKADPNIRNFDGENVIFTAIRWSHPDLIELLIQNKADPNM
YNKKSLSPLHVCVEYKAEAEARTLMLHGANPRYQDSQGKTPFHVAVQNRDTEMSKLFLECGDDLALIRDNNLKTVWDSCP
AEFKNTVIPVEIPQPEDNSNKKEKPAEDEMQWLKDKKCCMCKNMDAERILLPCRHCVLCNNCTPKFLEQYFQCPVCKMAI
FAAAKQ                                                                          
>Tvag_XP_001330624                                                              
MDVQKIDLLKIISETPANETIRVGPGLVELPDKTEFIKSIQIIFEENTKVVCNCLQIIGCTITFTNMNYDGYIKAFQSII
EFNNCKFTNEITKVEYIIDADLQSLLTCSKCTFENISKYTLLTQNLSSINCVDTVFKNCKLSVIHNNFKAEFVRCNFLST
QESFIFNHESSLCVIDDCIFDTSTLASILNIGTMTVQKTTFRNSNDTQISCFNDSELFVRDCIYESSKQTSLFINDSNLE
VHNCQFRNIDGNCINIIHCDGTISDCTFENSTYPHISMAIVSNMEISNCSFVNSPSSCVMCRGGSTLVIKNCSFDGTERF
GLATCDGKIEECTNCIFKRCKHACVASFDNGMFNISDSKIIGPTEVGIEVFCGGNLIGSNLDIGKAEIASIRTRFGGSIN
LTDSSLEKDSKVILQGRNFMINNVKNTDDIRIENLEKDPVPRCFKCGKDCSQNLFDSCGHACFCRECCPPKGECPLCHLD
YETAIIPHPMSTDKLCGICMEEEADSILIPCGHLICKKCFLEWYKQDSGCPYCRHKFVNCRSLVPYA             
>Tvag_XP_001314190                                                              
MKCKCVTKCQFFKQLPQLLSEISFPTKNHEIKLLPGSDCNSEIYIRSKLVLNGFGMTSNHTYIKTINIMDTEVNFQDVNF
SGHIVISPGSRFKATNCIFNCSQDNQDSIIEISPQTTCEFTNCQFSGGKQASITSNGPNSILFNNCSFLQAPVTSLVLSN
ETNIKLFNCKFQGAQKYAVLQTKKTNSTFISCDFSDMKGKAIGCCTESILNISDCKFSNCENGAICSANLSIIKITKSEF
KNISPVAVNISKGSNGYIEGCTFDSCLRSLVCQKSYVDVNHSDFIKSILLLIGKYCPLLITNSKFSDLDIVISDYSNPIF
RDNTTDKVLVRTGDYAKPLFINTPFNELVSSNCSQVILNNSPRKANKQVLGSEIIEVEKIPFELQRSNGIFSYSENDYQV
PEKDLEFTPEEGHKDMPLLFIPCGHLCKEECSSCPVCGISGKTTKRYKTDNCVICMDAEPDLVYMPCGHQCCCHECMSSC
DDCKKCPICGVPVCSVKKMFM                                                           
>Tvag_XP_001315214                                                              
MEYQLLSELVELYPNILTRGVQENEYVLLDDLVLELKGINFRDNETLICKSERKSIKCNSIKCRKVTAVLNNLKIESPLI
IESSPFIMIQQCNITMDDCQEYALIEIQRSTVLIKDSEIHCNEKVSINILHNSQVLLKKDTIQDSNCTLINVSSSKLIME
KTTVKDSRQNGIYSQENSVVQITDSELTDIQYPSIYAMNCQYIVERTKFSNLKQNGITFVKCKAITLKDCFFDNIESSAI
SCAASKIEIDHNEIKNINGNGAYISDSSRALITNNTITDCQFPSIALLYGCVGQITGNYIRNMDKSGICFRGSKQVLFQD
NTIDIVGECGISVSDTTDIIINHNKILNCMISACESYNSSNVVFKSNEIDGNYPYGLLVYSGGKIDAVENTFNGVTKAIC
QLRYKGSASVKNNRVSKHVQPYDGQTSRLYVFEGNGECPPATNIQEEADRLHIPCDPLLPQSSNKCIKCQEGPRDCYFQD
CGHCIYCMSCGQKALKNKESCPLCRFPIIGVTSGFSEDSHGLCTICNDNEANCIIFPCGHTGFCDKCLSRWYEENKTCPF
CRQDPSTFKKIETSV                                                                 
>Tvag_XP_001312900                                                              
MFERETDAVCFKISLLYSVLIAIIGCYIIIEGYTGIACILIIILYQRRVEKLKRKIAETAKGIIKYPSLFDMLDSFMILE
FASLVWGWFLLIYYTYIHFNTFSFLDGLRASLLFSFLCFFMLVMIQQIYISFLFTASIGNGFFLFSILPRFVSATRTVCT
TFFWIVALNHFEFYSPLLLEIAYIIFKGCFFIYWIYEATALLTSKDFPEEFKTNECTQPFQCPVCLENVKFYITLPCSHS
FCLTCFLRWGAQVLNCPMCRHKFTSWIHQVDFTPYNWLPFVIF                                     
>Tvag_XP_001308149                                                              
MSIWETCQAGNLEEFKKAINKENVNEVNEEGLSILLYAIQQKQSEMVNVIIKLKGDLTFKDKEGRDAIIYAAIYGLNSLV
VVLYKNKAPLDTVDSSGRNALHYASEKGTKSSMDFFLKAHLSPNLQDKSGNTPIHYTILSGVKGIINLFEPYQPNFNLQN
AEGESPAHLAVRSENFALVKYLSNKKLNVNWNLQNKDGLTPTMIAAKMGLDKQLELIFKCGGSAGTVLNDGSSIVHLAAE
SGFDQVMPILQANGAPFNMANEQGIMPIHMACKSGSIKMVRALQKALADLNATDSAGNMPIHYAVMYNHIQIVDFLVENS
VDVNAPGHDQKRPIHYAVENDNIDMVKHLIDLVCDLNAKDKEGLTPLHYAVQRVNIPIINALIVAGAMINQQTRHGDSPL
HYVAAENAQEAAKLLFAAGANVNSTNDKKETPLHISTEKGNIELVSVCIDQKADVNAVDQNGETPAHLATINCQLGILQK
LGEAGANLDIKDNDGNAPLHIAAHQQNEDFVMTLIKFNAKVDTTDAKGQTPLHITADLCNMKLTQLLLENGAPINVVDVD
KNSPLHLAALKMDKKIVETLINAGADVKLMNEKGLTPLQGVRLTFSKFMRQIVEKRDEENAKNKKDDYVPGTIMAQTDKP
QELYAELDMKETPCLLCRRRVAVAAMIPCGHICCCEVCLKDRIEMQKVCPFCKQPITGALNIVSE               



>Tvag_XP_001305575                                                              
MQKYVNLISVPDLNNTDIRSNTDSVSDNAKMYTASLRIQELKEKIRSTYSSLQKMEATVKSLASTYFSLLQQTQMFTLDL
MLCQYLNGLLPLQKITEYIEYTVYETQDLYNFSKESSKHASLLFNSLIGTAKSITATLQSSKIALIPASQINLRFDEYLN
RVSELQKEEIAKAQAELKEFPAFDLVIQKMLDFPIVEPLSPEQIINFRDYMLKEFNITDNMSQSFFSISQAAHRIVTLKQ
LQEYITISRSLIQNTDPKDPSTYTPFTIRNSPFFKSLSARSAFLRHALSLQERELACVSDFDTLIESCCRAFSMYHEECR
SSINDIKQQIISLNNVLDSHQESSFTLQTDVSPAITSFIKEIQFFDSEEIRSEVSNLCSQVITTCKPSSNELLTDWNSFE
NKISSQFFKEIIDTEILYENLYSMISSLAKTDISVLELTAKATENEVYTYYNGQELESLSNLENKLKNVMESLKKVDVSV
MIKSMNDICDSVIKAKAKYDQAEQKLNSKFEKNEKSEEKDTVESLNKEIKDLKEESLNLAKVASQKQILISRIEELTFDK
DHADVRPINPVQATMLNKYVSRVMCPICKRNRRNVILSTCGHCFCSDCLSQRNACPVCNVSFTQNQVARIQL        
>Tvag_XP_001300336                                                              
MTSLFDYAAKDDVFNLKKLINSGADINRTNENNETALHFAVVKGNVKATRLLISCGANLNIQTAVFGETPLHLAVQQNNR
ELINLLLDAGADPNVKNCDDEGPIFTAIRWGNPDIISLLADRGCILNDVNKFGQTPYGVATHFQSRKSTSALVSCGVTPQ
ISGVPSILSLDKMNKPLVGGSEKKKVFGFRQSPPGISDLFEVVSTNQVQVLQDQLKKGIKINEVANFNKETLLHSAVLYG
STDCVEVLIQNGALVNEKTEFGLESPLQIAIREGFFDIFFLLIRNGADIESENCDGETPIFQAVKANRIEMFRVLVRRGA
DVNHQNVSGFTPINFAVLASNKFMVEALLFYGATFPQGQFNPYMFAFKAGDDEIANIIQCESPNLAEETRLPPNLFQIIK
ANNMDELQALITKGFRLDLVDSLEGSPLHCACRADAIDCVKLLIESGADVNIIDIQNRETPFMTAINSQSEQSIRELLQN
ADADLVNVRNKEGETSLFYAVRKNNYNLVMDLVTKGAEINTYNNNGVTPLYVATGLKYTDIARYLMDNGADITCEIHQSI
KLAQDMNERELVDVLSSKPVTRDNSRTARSDLRKSRLGSRCTTASTQGRQSSLTMRSGNTTLNNSSTLANALANTYGTIT
LGRDEEKTFQLPENFQEGLCVVCQRNKATQKLIPCNHVCTCHGCIKQFIEMQIPCPFCGLKFYATKPAGE          
>Tvag_XP_001581224                                                              
MSSFGECIICGNPITTRVLLPCNHSNFCLKCYETLVYCYNEAKCPFCQKEIESDPVCTANPHLDGYEIERLKPYQHDQNF
HIFFDDPEIICELDSYTRITCPDCHALFNNFSTLRSHVNEKHNKMVCKICFDSNRFLPSDISLYTREEFEIHKKQHPKCS
CCDHIAFDQDSLSKHMREAHFRCEICANAGKILWFPTIELIQVHFHEKHYACEDPLCVMQGFIVFSTKVEYLLHQINVHN
ADPSILNDQIENKSQVEDQSDYPSFRARHTENMNRLLNKLNSEQNVNAKQLLSLIEDVDKHNITADTFCSEIRKLLTNQI
SDKLFPDIVSVILAPKVRNEVVRSYQGIKEVKKQLDHNEYLHSKKQRLLNLPNLFTKEIKLVQRRNQRKLF         
>Tvag_XP_001319954                                                              
MEATNECILCAEPMEHNVLLPCGHSPMCMKCYLTLQQCYKQNTCPICQNEINPGPIITDKSEPLAYEEEVKTGYKFDEKL
KFYYSDDNIQQEMQSFLKYQCPECGEYFTNKKQFQGHILTHGLYCCNCCSRSGRFLNIDVPIFSKPELKLHLKQHPKCLV
CPYQAFDAHDLGVHMNDCHVRCSLCAKHDKILWFATKEDVFKHNRECHWICEHPDCMQLTTNAYNDQLELQFHQLGVHKT
KIPSTVHPISEMKEDKERPSQILREQQQRHMDACKKLAFNANDQFHGNRKRVGNLLKNIDLLDQHRITPQEFLKSYHSIC
GKCSEILFCDTIAAVGDAKMRALIVRLQEGYRLGQFQDDSTLAVNVEDSPEEFPTLGSVYDVPDRPQTAKKPSKPKVVRG
GKTWDKVRIGDE                                                                    
>Tvag_XP_001326731                                                              
MSDSFGDCLICGDPIKRKILLPCNHCNFCLKCYETMVMCYNEKKCPFCQREVESDPIVSTSKELGSYEDEIKKRRPHDEF
YHVYYDSKEDIQEVSGFRKIVCCDCHTVCPNFQTLKGHTRKLHKKEPCEICFDSKCFLPCDTPLYDRQQLKEHMKQHPKC
PCCKHIAFDGNTLKKHLQENHFKCDICESLGKDMWFETIELIQVHFHTDHYACENPYCVEQGFIAFATKRELIQHQIEVH
KAPKSLLKKCKEEIPQEELDETFAVRHMRTINRLKQSLKTYYPNDKNKANAIEKLISNLDKNVLTPDDFCDKYKTISGEN
ASKLFVDVVAAISNPDTRALVVKNLDGIRTCSVRN                                             
>Tvag_XP_001308580                                                              
MTSPAIPECDLCSEPIKIRVLLPCNHNNICLQCFIRFNRNYGGNHCYFCQKPIEPSQEPVAVTDMSLDYESARKLKPKFN
SQFNLYYTDDIALDALKQLYEFQCPECKMVLQNIDLFASHMKSHHMNVCCICFNSGRYPPEACPIFQRAAYYEHLKQHPR
CICCNQVCFDAMTLANHMREKHVRCELCAKQNNVLWFNNSADLIEHNEKQHFVCHHPECSSENLIAFLTRGELLMHLQKV
HGERDVEIDITRDFNDNHVQQPDDSRERMIQLNKKLMNRLNDCFKNSPESIKRLRIYAKKLIENKIDCEEFYKNFSEICG
DQKNLVFCDMVASMPDPRKRAELFRIHNGIATLEHSRLPPKSKSINALNKVEKKSHIPTSHSQEQPSEEPPKREEPPQQT
AGNGGGGRKKKGKKIVISMF                                                            
>Tvag_XP_001304832                                                              
MSSSSIPECDLCSEPIKIRVLQPCNHNNICLQCFIRFNRNYGENHCYFCQNPIEKTKEPIASTNITLSYEAARALNPKFH
NQFNIFYTDDSILEALKSLFEFQCPECQLKLPTIELFSSHMKSHKMNVCSICFNSGRYPPEACPIFRKADFYEHLRQHPR
CICCNQIFFDTMTLSTHMNQDHIRCKICADLNKVLWFKDANELGDHNKKENFVCTHGDCSANNLIAFSTRGELLIHLQKV
HGERNREIDITRDFEGGKVVESPNEARDRAIQLNKKLMTRLNDCFKNDPQSIQKLRVYAKKLIDDAINCEEFYKNFSQIC
GDKKGLIFCDMIVSLPDARKRSELFRIHSRYTSPEPSKPPQKPKSIISLDQKQNKSPIIPRSPPQQHPTAVPQQVVPPKA
QNSENQQSQGGGKKKKPKRIVISMF                                                       
>Glam_XP_001710208                                                              
MNSDRSAPLRLWFSAASNGDTEFLKHHTEACKGKLNEAGLTALALAISSNQFESAAYLSEHEATVRLAKRQTPLMLAASL
NRTDILPLLHATYGWQDEDGKTALMYAVLASNALASVRHLAPHEHGIQSTVFEVTTDDLDLFDRQMESLQYVTPYFLFEG
AMVEAVTALTRDKTALHMAVLAGNVDAFSVLLPLEYSIANANKEYFTMLLSRLDPDTAALFCPLMTENAHLIRSIFGAKS
SSTGKTALLYAIAERNAPLVEFFSAYELQTSITEADIAFPSPDQQGTIADSTELIEKRTYKGFTPFHYAALTGDQQIVST
LFNSVGRLGIVSLVEQTDDLGRTPLHIAASLLNFNYMEEYLTFASQNMLKLNIQDARGFSPIDYAIVSPLLGTYCAEYRT
AASKRRSHASYGEIVSTEVPSDVSAAFSKILDSTVSIYQRENSDPTNLEKKVAGHLVLAVSRFNCMAVDKISKYCDAQQL
SEALLEAAKLCFNEVVPHLLGDPRHTNSAQASASLFAATCENGPFRSLFPRNEKARNERGETALMLACKARCFTNALIAV
DAEAGLKTCNGETALMFLASLGELPCEDEQRSLYRELSERLVSAEKGSIDVRGYTALMYAAKANSLSLVHQLLRWEYGHV
AFDQLTSLAVAAQHGNVQVVEAMLAYEKSKLLDAEQDKIETKSFTNLRVTALMLAAARPNNSRMCQLLAPIQAGIQDQTG



STALMYAVKNGHPANANVLASYEHLKIDEKGYSALMYAIDKNQTPSILSLIEYECGIGLSRGTGQTAMILAVKSKVISIG
SKLQYIKELIGKEGGVQDKSKRTALMYAIESGEEGSDQLALLLAKHEKGRQMADGTSALMLAVKHEMYGVALALTAFEVG
LTTNTGYTALMYLSAGENPYLLADHKKADYDQLLRKLVLAEARKLDNDGCTALMLAVTHRNTRIIKELLPYETKQTNARG
ETMLMYAAEHNMVEIVELLIDYEAGMRDKDGENALIHACKAGMVDAAIVLARCPAEVDCVPRDGVEATPMMVAAECGLSS
VVIALKQSCVGFVCTKGPYSGYSALGLAIKGGHETIVKLLYDEIPLCMGSQYGAIELCIRFKRENMLLWILEYCSRHSKL
ETAAKSTCFPKSTEVHIPEASLAASYFYGSSVGNVQIMHLSVEMLGEKAADMQCSKPLKALDARFYALLLHRNTSEVLAC
LKKRWAWVLEAIHRSIKEDALLLLLADQILYMLLDDIDQDELHTELSLAHRLEGALHELSRALREYEIDSCCVCMDADAD
VIFFPCKHMIACESCAKGLARCPYCRTIISEIFNPYFLQLTDNSKHHCAII                             
>Glam_XP_001710200                                                              
MDTRLMEAARSGRALPPDSEIQRDAGQQDKHGWTALMYAAQNGHTHIVKRLASLEKGIRDHSGRTALMHGVSSGMQEVAE
LLIAHEAAVADNTGRTALMISAKQKRVGLCSLLAPLEAGIQDQAGWTAMMHALDSRFDDIGQSLWGDDGGAAVEEICKIL
VSAEVGKSAVNGMTALMLAAEAGYEHVCRLLIEKEAGRSTASGMTAMMLAAQYGSHRIVRMLLAREVGLITQEGKTALMC
AAEFGHFECCKLLLGGEGLIHTQDHVTALMYAARSGHLAVVKLLLPLQQGIVSDTGLTAYLCAEEAGNSDCAEVLRPLET
TEAVRSLILQSTAGINLKTPEGLTIADRSLLLNDLTETRLKKTGTRAGGILQCELVEKERTIGILTKQLKRERIASEKLE
NLVRSCKEEIRQLQQQLQVQGDEVEALTRQAAALPDHFGRDAAKAHTCLPIQPSDLASFDMGQLEELDRHLSDSLDTVRT
AKVTLAAGSRANACLVCLDNRATIFYLPCQHMVTCRECEAKLRDNRCPLCRVVIEASYVVYTN                 
>Glam_XP_001709892                                                              
MSNAQLLWFNAVTCNRIDDVRYHLPKYAKTFNEQSETALMIAVRLNNLEMATILADTEATLTNSDGRTALMIAAICGHVE
MARLLVEREARIQDNCGMTALMFAILCENKHVVELLASYESGLSTLKEVMVGHLDDNYLEREDNGTDTLSDSSSVLSAQT
PTSVTSDRGRRKVVVQRKRLSCSRHIAPYYSVPIGYTSLLFAILCKDAYSVQLLNSEHHILVYDRHRDRFITPSILAVEL
GHMEVLKSLTSHGPSPLTESGHCALYVAILQGNIECISLLYECEKHLLSDERICMSSAMIWLIEKIVACNPTCEGNPIFV
EFLNNLFKSDNAREKDSHGMTLLLMGAALNLPWLVQAILDSVPEALCDTDSQGWTALHYAAAADSVDTGKLLQKKLIGSV
DIKGCTSLMIAAKHGSSSMIKSLRNESTLIDRQGQSALMLLIQGAASCPWRERQITILESAQYILEEEAGIINGASRSAL
MLSVWHRFYDLALRLTAYEKGHQDKSGHTALILAVYVDCSNATLLERLSQIESSLRLSNQFGGGKSPLMLAIEREANPVL
LDILLKSQLATGLIDAAGCSALMYAIEKKNTDLGLQLAHVPAELGHACFAKRQTALMKAILSKLDDVAIVLASRALELHK
QDYKGRTALMHAIDSKNETLALILAESEQNHRDINGKTALIHAIERKPSLLYRLRLWDEVLLSDNDGLTPLDYVKRHRSE
LVQVRNRHTKAVSTHSLTVDLIVHGMGTPLTDPVKTYKYFKQYMYRAYDRMALFARRLLTRRQVDRHANVSREHLTSGLS
DNTGVAISPALSHNIMLQESPVISQWSTGIFQIANILLDIFEYDWNQQVFWADIPSLLDEYLQTIRAIEGSHTLRDDELY
EDFCCICMDAPVKTVLMPCRHAVLCEHCSLNIKKMCPICRHTVTDTIEIDP                             
>Glam_XP_001709738                                                              
MGSERNLKNANTEMDVLKTCRYNDSSYIGSGGLGDVYRATSASSGVKVAVRRVDISKLSKEAWAELSTICKPYTNLIHPN
LVRYYSVTIEQPFQQLLLEMELCNGGSLQDVIKKMRSDGTSFDEETVWSIASQIAAGLSWLHSPFNGVGVVPHCNIKPSN
ILIGSQGVFKLTDFGLQHVPFSRTIPTSQSGSALYRAPELRDGASAPSIRSDIWSFGLLLWTMCTLRHPLFNLDEVTEEP
SIRLPTYSQVLNDLIEGCLRINPTSRLTITEVVSRIRANVPTSHSRSSSTARADTRTAFQYKNTNNLQPEITNEIVSNAT
YLMSSRPRSATMAKKSRVFADDPTDQSISTPVTGPEQKLTSIRPMSGRASTFSRSNTDLSVSQQVECSALLKQDQLPVAT
PNGPASLNIMSRSQAPRGNHDKSGMQAMVSSTAEASETVIQSRNKNLAESLRFQGAFPVARERPLQPGVGRPVPTVYSTT
PSPSCPVSEPIEDGLRGEEDALYTSGAAIPPAASNEPRAEVNDLPHTLPEQDVPLSPIVDSLLMAAQNSRSASRADSRSV
KRVPKHMSTTESSIVQQPSLKESLSAPQVSGASDDELSRAILSNDCNYFSIVLQKLYGDLLSQELLESCFKQAIAFSAHL
VLPILAENLLAAGIKIKTGFGLESRQGVDVDFPSELMIAAQKGDAGLVRASLRDMGQIYKNRTALMLAAEHGSVECIKLL
LGELAIQNSMGETALVLAAKKGYVDCISLLHAEGNLTYSEYDKFSDGALVSGLTPLMASIRSGQRHCIHEFQYLLKRQAS
NGATSLMYAVLGELDACIPYLVDECRITDNLGESALMKAVDGPSMQVVEFLSKYEGGIQDIEGRTALLRAIQNKNVTYVK
AMLRIQKQSSERDIGLVANDGTTLFTAAIKSGSENLIYLLNAEDMSASKYLRSGARSANIQNVQQSGSVIKLENPSEDTA
QQGSVQHTPQQTHQTLAERLQAVNNSLASAQPSLSKELLDKHQHDTLFALLSGDVSVDELDFSCFRSLAGKTDRDGYTAL
MIAAINGNQAFVEKIVSTPSMHEELGKVDREGRSALILSILHQRVACAKILVTVPGELGCSMPDGVTPLILAIQKRFYSI
VPSLLEVSGQRTKEGKSALMIAMELNAPLRSLGSLPEREATLCNALGENALFYTIRNNKHLYLARLAEVANNRPNDAGLY
AINIAVEQDCWQCFKTMYEYEARAVIGTREAIGAPFKTLILSILRNNSIRILENMSALLRTKPFRVQLPSTQVSVLDSLS
PTMLAAREGNEAELCALICNQRSGSKANAHIVQVYNGRTALMEAAARGYASCVRLLLGEVGFRDENGRTALMLAAQNGHL
ECVHLLLIEAGVKTITRETALTLAVANDMTECADVLLCREYWLSGTSSMLPFSLGIQHSKACAEVVSIKRVVSLYRTYYK
DYEAQIGRCHICLDELCTVRCLPCSHDVACPSCVRDILEATRAGNTKRNRCPICRAEIENWTQVFVESSL          
>Glam_XP_001709652                                                              
MATVTLRLLYGSRVNLSFPQEKQKALENRLDYVRAHKAVDAGQRDADGKTALMWAAEAGHTAVALELVDAEAGLVSNDGS
FALIAAAKRGNLELIQALFEKEGRLRDAGKLSALNHASRAKQFEAAKVLRLKTIETMDAAMLEQLRQRVAATYTEMAKKS
QQAEVKSHNMAIFRSFFEAFYSLSCSGIDQGAEISEEQLNKSLEKCLGEIRKLLNSKKYTKCVKCRANAPNLVCMPCKHY
VLCKDCGKDVASEVCPGLREPPWHTSRSSRYR                                                
>Glam_XP_001709568                                                              
MRSYHPQMDTWFDAVVGRNYDFVRENVKNMAGISNFMGTTGLCKAAAAGDLEMVKILFESEKDIVDSRGKTPLMYAAENG
HTSVISFLMPYMAKKQTHDKTTALMYAVWKGHKDAVTLLLKEEQGLTQYRGMTALMQAARYKHTDLCELLLSECGRQDNC
GFTALLFATMSGCIDFVKKLWDKEGSITGLNGETPLMTAARENKVDLIDFFISKGQAGKKDVEGKTALMSAAERGHIQSI
SALIKYEKNMQDNRGMTALMYAASHSKLDAAKILKDEVPLKDKNGRTALQYANLQYADIATATMKPENKDLATQHVQEIS
PLSIFLFNESLQHAFIPTSKTFRSIVDFLVRAFQSYKDEYRGYDEIVDFCDRLLDVMTSFVVDFITPFYYVSLTLGVPVA
KDKQDADFTNSANRMMDTLFQEIEEFLSDDSDSLVCCICLDKLRNVILYPCKHVVVCLDCLETLKDSCPYCRTTIKDKDT
VDYLD                                                                           



>Glam_XP_001709312                                                              
MSELIDAAERGDVNGVMQHIDQVGRRTPGGKTALMCAAANNHPGCVEILVSKEACFQDAEGWTALIYAVMNNYIDCAKLL
LVETGLTMANRWDQFSSGTTALMVAATYGYDELVRILMAYEAGMIDSSDSTALIYAIREGYVVSPGHMRSIELLAELEHG
IKGGCGMTALMHAAMYNRPTAIRFLRTRENSFRNDEGWTALMYATYSNNIDCVRLLLCEAGAQTSSDWDFYKPGTTALMI
AASRGLTHIVHLLKPYEQGLQDTAGHTASWHAQYSAHNTQDEEVSEGHLHVLSLLGDELGDRIPPPSPDGLTLFEAAISG
SIDLVQSRIDEAGQQDLSGCTALMRSAHYGYTAIVSLLLNKEQRLQDCDGLTALHYAVLADNKACAKLLTSELDIRDKTY
RTPLDFGVLHRRDDLVMSLLDDLKEADEAPLDTALRLDHTYCAAFLLAKRAKLNYTHGYTMLMVGAVMRDEVLLSRFIYQ
RGMRDSNGWTALMHVALSGHTDYLGYFFAEEAGLQSTERLHFRRPYWKGTTALMIASAMGHSDIAEKLAEVELGYLNQSK
ETALMHASEANKINCARLLLKEAGRRDHNGQTALMKAARKGNIKIIDLLITLEGKIQDQNGQTSLMHAASKGHINAIKHL
TTEIGVCDNTGWTALMYAALNGHDKAVNYLSSEVGMKSTDYCMMHPSGTTALMIAAAAGKDCIIEKLVASESGMFDSNGN
CALFLALKHGHRKCSLLLLSEACISDPSGKLCFTKLREFYQMNQDTEEAFAACYESIRDDLTNTVFLSITRKFSTRLLAA
LLSHREYQELSCAFPGFLELLWAAILGESENSLDELDDHFYKLEESHSENACIVCMSRQPDCVLLPCRHLVICSFCTDKI
YTVESIWKCPYCRALIENMFVLQESDL                                                     
>Glam_XP_001708742                                                              
MLPEQYSSSDAISNAIDQHLSSFKYLSLYTLKGTDKFMAEEIDAEIQGEGERATLDMLYAEYASAQLLAHSNIIRYHGLF
VHAYYVYNVTQFCATPLSAVKFYNKDCGLSVSDVLKFTAQTALALAYLHSPYKVGPQHISTFCLPRVHGWMSLDSVVIDA
ASSRYVVMDLVPTLRRLRVKSKRTPMSRRYFSPEKLLRGDDSPGFPQDDAWSLGIILYECITNQKFNCPDKEHYATEEQW
TEFMGKHIDLIQDVWLRNLVMQLLAFNPAERLTVEELLMDPRIAQAAADNEARLVSHMELSFLGDKRMQCLYPEIVQANK
DLHSNLDQLLSEISGEERRSFELKEQCEDLTTQQESLLSEIAMQQAAVSSMKDLANDINPNYDQLKAELEELARYLDIDI
NQENTLSMLNGADQAIQDMMNAIQQLQELVSIYNDHKERIRDPNQLNREADAMLVDLKSTIYSTAQFIARLSKDACVDLL
DSDIPTCSVCLGSLSNIVFYRCNHIACCNVCLEHILNSTRTCPICRTEITQYKEVTW                       
>Glam_XP_001708458                                                              
MDDSLGMTPLMVSAVINDVVGVRTYLDEHMKQTDQLGRTALMWAAMHNHGETIKILASFEAGVQDKDGYTALMYAASKGH
TDSVLQLVDVEARMKNKNGVTALMCAVENQHVEIATILAAYEDRLQDNKGWTALMRAAKNNTLAKFPFLVELEHSIADGK
KWTSMMYAASKGHLEVVEALLPYEGMLQDYEGKTALVIASFLGHKAIVEKLYSIEGSIADRLGLTPMMWAAEKGYHEIVH
FMSETQARCQDNRGWTALMRGAQNGFEKIVEILAPLESQQIDTNGFTALMYAAIKNQPACAKLLAPWEKGFRNTGGLTAL
IMASQFDHNDVIALLAEHEASMSCSNGRTALMTAAMHGNVEGTRILAPFEARARDSNGMTALMHSVYLHAQDARVKRDIL
VELRSENLYELHAEVASCLYDLECGMTDARGMTALMHSMKDKNLIIISKLAETEPKMKDHDERTALMHAALTGATDVVTF
LSDSEAGMKDANGYTAMIYAAQRNLHEFVKRLAPYEAGMQDRYSMTALMWGFKLGFSQVVSHLLDYESGYQDKRGMSLLM
MAAAEPNQSMLKELIIKHRLSLHHCNLPSSASEIGLRDNEGQTALMHAALSGNESAVQLLLPYEAGQQTPRGTTALMLAA
SRGHKEIVELLGPKERTMQDVNGRTALMLALQNKNFMLCRLLLMEIPALDNRYLSCYEYAIDMRVIDFSDLLLNARLRLM
SLSRLSCYVFYNHICSAFAQLILHILKSSCNSLAQIKLRASANLSLLEQQVSDALNGSDTGLDVASVQVEVLSDESLLLN
VMNPCDLKNLEVLFEICSSVMFDDLDLATQLPVHPVLTINSDECVEGNKESSQSPMDTSSGVANESTQTMPISLATQELS
HSFQYHTRTVREKLSEYMNVYNSFLHADLSQVDTACIICMSWAVECIFIPCGHACCCRYCLEFSSHRCPICRSEIKDFLM
LPCEGANREEL                                                                     
>Glam_XP_001707966                                                              
MTNASLLEEWFSAIKTGNVDAVKHLLEKCAGSFWSDGQTGLMRAVLSNNEEIATLLLPYEKHRFCYRGYTALMWAVYTNS
AHFTKLLVEEEGGDQNEWGATALMYAVLFNREELIPLLIEKEAKKGLTRNFFGELPSYEDGIIPHCIGKTALMLAAEAGL
LGAVKLLLDSEKDCVSSQNKTAADYALEAGRKDIYTFLIEEGEMEEPADANDPAKLRTTYDHDANRGFGNLSLFCTPRSE
EIVYRHPITWSLDDISYMFEKAVKVQNKLFTNRLLLLLSLDAEVVKRANNFAMENKTANARQYRLLLFGLTTCGTISTLR
RFLLDLADPYFSTYLLTDKTDPDFRDARHLVDLLETYLVEFLAAPGFTPELASSLFDSFFDDLSTIGCLEHLETYQLCVV
CMDRLSDCVLMPCRHVSFCKQCIPELNTKRECPICRSEITSYFQVNAPYDFYATDATRRRLEELDAQYARQLAQEEYEVM
ENL                                                                             
>Glam_XP_001707824                                                              
MPFGTRYCETCRLICGMGREGRPSFHCARCGTCRQGLPGYSEHCERCGTCHTVALGQVHACAPDPGNCVYCLDGLRDNIY
PYIVLPCGRHSCHRHCYEAVFRLGGANYKCPVCRRLVLFGQDRELYEARLEELRGSLAVPPEYRGVFVDCACHECGGLFV
ARRHHLYRCPGCGSHNAAERGLFRGAAADARRAIALQARSGAFTRTGRQGPPPAGPGIEYDDK                 
>Glam_XP_001707716                                                              
MAQPRYVELLGDTSLMVAAAHNNVANVKNHIDKAGSVNSVGNTALIIAAMRDSSDVIPLLLEHEAGMRDAMKRTALMHAA
RLGNYNSAKLLMQKEARMQDKDGWSALIYATVYKHGSIVDLLKDTEACLTTTTKLCALNFAIFIKNTELVEKLLALEKEA
MGLTPLMEAACKGDRDEVAAYLEEYGGRQDNCGLTALMFAASHGNSNVIPLLLQKESTLTDSNGLTALMRAALANKHECV
RELLDAEARLSRPDGWFALMFATQKGSIESIKLLIEREYDMKNVAGVTPYQIAKQLDNKECMSLLAGNGLQFLLEKKYKG
QEDKLGQCSICLDACCTMECLPCGHKCACVECSNRLVDMNRRDCPICRRPIEKWQPIQSIDG                  
>Glam_XP_001707268                                                              
MKKANPIANRPSFAGILEAIRHNDLVTLKTLINKSGVQRDAEGQTALMHAAFLGNDAACKLLLPLQAGCTDNMGCTALMF
AAERGHLQIVKGLLGHEARMQDGNGVTALMLAARGGHLACVQELIPHESTLTDRSHGTALMSAALCGHSDIVRLLLQKEA
RVQTVEGVSALMVAAQGGDLATCRLLLEKEAGLQTRNGWTALAFACREKNYLVVQLLKSKEAGLCDKNGTTSLMRAARAG
CTQSVECLLKAETNRQDKRGRTALMYAANAGNMECAKLLATYEAGQQDKQGVTALMIAGDKNNVEIVTLLLASESSLTTK
QGATALTYGNIPHYTPILNTLKHYFIITGGAIDVKKIKRRTVIAYRKIHAEMPALLSFFDRFCALIMENLTGSSAYVDTV
LSDCLLELDDLLAIDLDEGSCAICLDSLPSIVYLPCRHLSICELCNNLLHDRKCPLCTTPITSFFSLNYDLPSNKPQQPA
SPVAPPPKSKQVSNTRSSVTSSSHAYTGPAKRSGRDHRIRARTFQELDAETVPGGHFLQRGLIRAIIDDCEEQQQQLLRN
RRPSAMPTTPQTNDSPVIIRRGKTAFEQLMDGEMDLNMWPGSSVQEGSSKMGPLKGH                       



>Glam_XP_001707034                                                              
MHDKDSAENDGYLWMNAIASGRLELVEASMTERTCPMPSGRPAIISAAEAGNTPLVALLLSQEKDLCDNAGRTALMHAAI
HNHLTTAKELLSLAGRQTNDGISALMYAAWRGHLQLVELLACFKNGVELGLQRANGETALMTAIRMGHKSCALVLIKSDR
ELNKQMADGTTALMLAKTRDIAMHLLCEANLLRKGGLTALMTGAMQDLDEVVEFLAPYLRDKRSHEGYTALMLAARHGNA
KSVKILIKKTGELGLQDKQGRSALMLAAHHGSKDCVELLLKGEGHLVDYKNRRASAYTTNDDLRLLLGLFNRGDVDTEGL
TTLMHAARLTRPEVVEQLISTQLKAQDSIGRTALMYACLCGHESSAEMVPVVSMLSAEAGLCDSRGRSALFYLIDNPHVH
GLTGEARANISSILLLLSSELSLVGPKGLRPLDYAITQEKYGVGALIYNSAMALHTGNLVSIRAIIVSMLNTLACGVDEE
YEDSPMREDARALTDFISSSFCDDGPFLAEELADQMESICRDTELPGCCICLEQEAEEVMVPCGHLTCCKSCLSKVHKVC
PVCRAPVQTTIAPLFREETQHSKDLGESRRMPPRSTVMSTLSLIAQEPHLQGSEPLSRTSSPSSVSSTRYNLTTGSQSLR
LEVDSEMELSDSTTRSESPSVGWPA                                                       
>Glam_XP_001706698                                                              
MARRDESAWFIAASSGNLTSLCRMINTHKRSRNEIGETALMTAVRHNQLLAIQHLVPYEHSCMNHEDFTALMIAVIGGNQ
QAVEILCEYEYTISTRTGQTALMLAVVMNNHQAISSLAPYATGLRDNLGRTALMYAAFTGLTLAAQELIPYEAGFTSQFG
DTALSIAMERGHNHIVELLQSYEESPCFETRCKHASLNAKRLNPESELLMSPPVPVVQSTPLPTVSPQQAAVDHQQSPRT
RSSDDTDVINDTISSLLVDVLMDSNPSSQNLADSSFTIYPGEAANIVDIDELSIEPPSSGTSEEYLTQHVAIPLVQQETD
VQHTMQTDIDSQHSNAHSNSRLVIRPCIVRRRRKLMRPPRVALPGSLTFVADVSYTLLMRAVIARNSEWFKALCPYEATL
RDSRGRTALMHASYSNNIEAAEDLVPFEVGLTDVQGQTALHYAAQRGHLEIVKLLLPKEGSIADTNGTTPLMLAALAKHG
PVVTALLEHQACACDRNQTTALMHAAQRGYLDITRILLPHESRMYNLAGETALMMAARFGFDGIVDLLLDREAGNQNNEG
MTALMFASKHGHARTVARIVSSRMELRMTNYDGKTALMLAAEHNQIEAASILAKHEAELRTYDDTTALMIAATLGYVNVV
RVLALAEAGSRDLEGRTALMCAAKNNHVNCVEILLNCPREINKLTEDHFNALHIAVKAGAIDSVLLLSRFEPLLPNAYGQ
TPLMSAAGNGHEEIIEFLLKHSKSRECDMLGRTALMYAAQHDQVRAAKKLIPHESGLRDKCGRTALIYAIECRNRRVIPF
LLREAWLIDFHGKTPLEYALEQELYEFVDPITEHAMLPFNVASPATLSVAVKILYEKIRECVRTFYQQRIDSQRRRDVND
ENCVARNTDLLDLYQLDFVTDAEAQADILVLDDLLESMLDLLLEDDTSPSDSNNSVVQAQAQRINIYEIDTDEKLIEFLV
EGRGLCCVCMARPPSFIGVPCGHALMCHSCMVASISACPFCKAQITTVVTLDSPASVVSSFAALSDESQYIIEEEEGHIV
YRLGEQSDDILAEE                                                                  
>Glam_XP_001705806                                                              
MALIEAAKENRLDYVRAHKAADAGQRDADGKTALMWAAEAGHTAVALELVDAEAGLVSNDGSFALIAAAKRGNLELIQAL
FEKEGRLRDAGKLSALNHASRAKQFEAAKVLRLKTIETMDAAMLEQLRQRVAATYTEMAKKSQQAEVKSHNMAIFRSFFE
AFYSLSCSGIDQGAEISEEQLNKSLEKCLGEIRKLLNSKKYTKCVKCRANAPNLVCMPCKHYVLCKDCGKDVASKVCPAC
NKPVEEFMEVFK                                                                    
>Glam_XP_001705668                                                              
MRSETSLMLFKAELSKRFKKMPTPQVLPLQRIQLRTPKPPVYVRTGADTDLVEAAAKGDVEAVKKNLSQTGLRTTNSSTA
LMAAAMFNQSEVVKVLREHEARLVDSFGRTALMISAMLGHADCVDLLVDAEGKMKDTEGWTALMYACAHDMCPTDKLVEV
EATLCDNKGSTALQHAISRKNVHAVNKLADREMPLEGITPLMSAAAANATSQVAECIARDSGKSDSNGVTALMYAASAGS
EECVRLLLQDGKEARMQDKEGYTALIRATMRNNVKCVRLLAEHEACILDSGGWCALAYAIYAEFTDCIKILLPLEYTIRD
KGKYSIRNLAKRIRDDETRALLAGDGLQYLISIQYKDKEDVLGVCTICLSDLCIMTCIPCGHRCACIACSEKLVDLNRRN
CPMCRAHIEEWKVDLEEFSQMQDQT                                                       
>Glam_XP_001705472                                                              
MAYQNLTTSDTTPLYYNSVVAMLDRDTDLLNAIQQRDILNVIRLCPRYWGTRNEAGLTALHLAVRSSFFLGVRVLRTYEA
RLRLPNGRTALMEATIQRSIRTILLLRRFEKRCQDRSGKTALMFAAGMGCYRAVHILAPLESGLRDTHGLTALMHATLAN
SVSCVRALLRHEAKQVDLQGRSALIYAVMYGCSAVIPLLLKLEAGLQDNKGNTAFIYACRSNSVWMLSQLYPYERAIVNK
RRQTGLMNAAMTHSIDAVSFLIAKERSSLPSSSHSDSVKPLKQSHSRKGNICRTCLDHLVLCFNHSSVCSMAVSSALEFC
MRLALVLSCRFQDLKEEVVRYFPVVYLTIASLLHVYLLPIYVYICRFLVLLRRDIKFLFTTRVEIKLESNELYLPITAST
KSSFYTRGKRHLKYSAGARRDLAQLGSQDAYGFTAMIYACKVKNLHIVKALAPYEAGIQTMNGEYALSVLLRNADEIPSV
LIDAESHLCDNDLKRPCEIAFEAGHVALGKMLVEQIVDPCMTNIAHCSRVRAALLEIERAFEMMISTPSYLDWAEDVLEL
KESIYNAIFDSISPIDQDIDLCLDVLGFFAGENTCVVCYDRPASMISLPCRHFILCPECSTKLTKCPVCMVLTESYISI 
>Glam_XP_001704680                                                              
MLLNADTYCRTALMCAAAEGQTTEVDSLIDEEGGTRDATGMTALMHAARNNQRIHRALLQKEAGVCDNSGFSALRHALLA
GSEQSVADLCEPEYHTLSWTPLMESVVANDVSSVKLHARNYSRHQDSYGVTALMLAAGLNHYSLLALLIDTEAGMKDQDG
VTALMRASLLGHVRVVALLAPHESSIVDSRGWSALAYAISKEHTDIVKILIPYEYRLINAPSPDLRLYASNSQNQLIKEL
VYGPGLQFLIIDSLPPDVVSGAEHCSICLDEVAIIRALPCTHRLLCISCASCFQKTSDQCPICRAKVASWEIDAPSTSP 
>Glam_XP_001704308                                                              
MSLTPLMKAAKQGQLSVITQLLDEQAGQISSRGWTALMYAASANHADAVTVLAPREARIFPDERGGALLVAVQNDAYDCI
RILAPLESGHRDSKGWTALIWAAFHNKPRAVELLMAYESGNVTMSKMTALMWACNNNNQEIIKLLCTQEAGYANEAGRTS
LMLCAELGHVAGVELLAASEGGMYDRNRQTALMIAAIANSVSSVKALLNSRDVGFVDKLGRTALIHALMKGHKEAAELLA
PLEAGCHGPGSNPALYYALTGGHVEVAVHLFESEKDLLYQKIGCTPLMFAAGGGHKELVELWLSEAALRDHEGRTALMHA
AINGHSDCCVVLAEVEQKAVDNKGLTGLMYAAQKGHLNVVQALLPTEAGIQTTTGESALLYLLRTQSFQLQLARSVWAKT
CKALLKAEKGLINGDGLTPLMVSAHNGHLDAVKLFHEHLKRQTLKDGTTALMFAAERGYSDVVSYLLPHEKGMEDAAGRV
ALMYAARNGHLECAKLLKTKGKEDFHVDRDGYSSLMYAAEAGSLEVVQLLRARQLKLRNKDGATALMLAAKHGHSCVVNA
LREEMNCVDHQGRTALMYACESGAADIVVILGPEINKVDSHGHCAYDYAYNIGNYDLINAIISWKTVYLKVTQNSVQNYC
TALWQVIAAYISKNNLEEYKPFFATLYNSILALLFDDLDIYDVEEAGFHGQKIAQERIDELNHYLTVTFFVDMGLDCVIC
MDAIPNAVLVPCRHMILCKACAPLASKKCPYCRKKVSDTIILSDL                                   



>Glam_XP_001704128                                                              
MAVSVITTDDWFKAIRCSKYPLVTKYIHEFKGKRCSMEWTALMWAAKFGDVKMVELLAEHEHSLINDNMETALMIACRFR
NYHAANILVKYEAGRQDKLGWTALMWLSVMGGADTANLLVAREACKQDKDGQTALMLSIEKGHYDISALLLGHEARMAMK
NGLTALMKASMLGNQDVVRRLAPYELGMQDSKGKTALMHAIMKRNTWLFDVLGPEASIVDSENTTPFELARKEELDSYHL
LNLLLTRRYLDDQRRNLWLMIILFYISTTSLKLLFGDSQTIVAINDLTESFLSLLFDDLDLTATSPINADGFSTNLNRTD
KSGTTDDTDITMEWSTQRPQAAFIEPLMDAGLKAIEDLNNNIDIQPCAVCLDFICEMVFLPCKHCVTCHNCTEAIKAKCP
YCREEIKDMIQLDYSFETPSIFKVIGATE                                                   
>Glam_XP_001709831                                                              
MFLSRCPSVFFNQKRICRYLGFSDDSFAVAVPIDEQPEPIYQLSPAINIDSTSIRFAPPNGLTFQFTTLSQVIISVLFGV
TRLDTGMPLDYSLIAPGQVFSSNSGQPQTFVSLSTQGILRSNIGLIVVNVVGQTSEAQVNGHFFLLNLTRKAPDNDQIDI
IGSRVRIGDTFFDLKHIYRTSETPGDATSTTAASNINAPCVICMGKRCSSILLPCRHMCLCRSCALEFRRKATQCPLCRA
EVSSLIDISDISSELPLSTAATGGSTAQVGAVSNQAVL                                          
>Glam_XP_001709449                                                              
MQGRCAASAHKSSSSRAKTTEPTALMYAVREGRIDTVRFLAEKESGYLDEKGDTALIIAACSGNYDAVSILAPLEAGIRG
SGRQTALMHLSSLGCPPHLLKLLIHVEAGLTDNMGWTALMFAALWGHVETISCLADLEAGMQDQDGMTALMHATSKRRHA
AVEYLLTHCKEKEVGRQNSLGRTALMIAATLEGPESYTIVQALAPQEARMKDQNGMTALMLAIRCNIESNTEILVYLAQL
EAGIQDKDGMTALMHACLRGNGTALEVLARSEIGILDRRGYCALNYCIENYKVTFYPYLVSELDVISRLNPYKQLFSRRT
LLIDLVFLSSHYKIANLIKRWLHVIVVKLSDVVHFDTTVEPAILDFSIYALIELLLNYYIDSAPITINDLLRSYDELLDT
VLEAHLHTVCSVCLDCFASVIHLPCRHMAMCSKCHEQNEQLRGKCVICKSIVKDSIVLSLHRCE                
>Glam_XP_001708595                                                              
MSSTKLCLNVSAWPQKCCAEQARLESVEARAMASVGRDALVYCRGAMRGGSRGARLSMGLPRQIFKMHSLMAPRDISPQT
LDIRSLYTFHEAIGTGRTGTVYRCTSIRSRDTVAIKVIKAREIQGFNEYRLCQWVETLIGLDVAGIAKFYKVYADKSRRI
FYVIMKYYSNGSIANSISGGNRCKWAGANNERVYDACTRLISAISFLHNRLWVINTATIGVPLGAISLDNILLDDELSLC
FLPGIGAPLNWVGSTFPAEAPNNQLSAPAPEKIVTPGRQKTRPNPGAKANILGDSSLIPGRIELPVKGYVPTKDCWMLPW
NNISYLRPTFASDSWDLGCLLFALIFQKYPFRKPKATQQSYVLSEKVMETIGTTLKPIGEIICGLLVPDPSDRMSTLQAY
NMLTSPNNKVDDVADVTDTSIEWPVKTDEKLYFAQLKYIISTMDESLAKLSAMLSDSVSAQAEAQEEVVRLSTLHTSLEK
DARAKDKTIQELRQELKRTIASMKVDITKADEIDTTTLTNEELMSLENECRKLQDKIVSTRLLRCSPECVVCLHRPKNIK
LDPCKHVCICHECYLQLLDKRCPICRVSINSVEKVFI                                           
>Glam_XP_001708467                                                              
MLPRPVVDILPDRSSYLPGAVIFGKVAITMAGNLQIDRASIILTQVEKAKVRWLGFTVGSGEKVHYLLTQHILRPRSPTH
SPIILSKGLIHLPFSLKIPSDAPPSLAIDSDNFCKASLSFTIVAQNDLIFRWSTSITILPVFVPIASYDTILERHDVKLA
LKPVQSAFDKTDIVRANWSVDNQSSSKVSELSLSLHAKAVVRCDGGRTKQLSEALMERSLLSMPMRKGARRSGCIEFDLT
QLSRLDYSVPSSSPIVRRTDSKPILTGYLTLDYVLRLLVVHKGQQLKLKIPIYILPLHATPLPSSPTIVVSQLKTELSLH
ELQLQRTRELAASQKVEIEQLKERLSRSGNSEVCCICLENDASIVFIPCGHFCTCRVCDRSLTRRQCPICRKNIESSYAI
YK                                                                              
>Glam_XP_001707481                                                              
MTTPPFDCMIGFPGFVGFPQTPDEDFQLDSTTVDELDLLRSAEELLAMASSQAKRRGLKVKRLREKLWAERAQARKEKCS
LEQRLAKYTTAGTALSELYEQLDRAEGAARSLGFDLAKAQTIIRRQQAALRRRRPKAVKRVQLPDGECCVCLDKQSTHAF
VPCGHLCVCSSCAELLMRVDAKCPYCRARAMETCQIRFT                                         
>Glam_XP_001707461                                                              
MITPVFDVIGSFPGIAGLPARPSCPAPSEEVSSSSTTVSELDLDMTDKQLLRHAIAQSSHRGLKLKRLRETLKASKFDQE
ILHKNYEARLKTYYAQCEKLNRELEEAILDYRAAADVADAAEERIDELTGEISALMKENSRVRKACARYKRRAAGIRPML
RRSLPDKVTMPACVICLDRERTHVLMPCGHAAYCEQCANVLDEQARIRGRPIECPLCRKVAIKAQKLYF           
>Glam_XP_001707229                                                              
MAFIEAAKENRLDYVRAHKAADAGQRDADGKTALMWAAEAGHTAVALELVDAEAGLVSNDGSFALIAAAKRGNLELIQAL
FEKEGRLRDAGKLSALNHASRAKQFEAAKVLRLKTIETMDAAMLEQLRQRVAATYTEMAKKSQQAEVKSHNMAIFRSFFE
AFYSLSCSGIDQGAEISEEQLNKSLEKCLGEIRKLLNSKKYTKCVKCRANAPNLVCMPCKHYVLCKDCGKDVASEVCPGL
REPPWHTSRH                                                                      
>Glam_XP_001707045                                                              
MEPQNILFKAVEENDLDLIVQHAAQYAGTRDADGYAALHRAILSRKLECTVILAPYERAYLTPAGISPMFLAESIGFLQA
IDCLRDPPRKVRTIKDEDDKDLSLQIGTNLDYQLALLAELLDTKAELEQVRNWNAKLQQNVIQQNRTYLEKSTASNHTTN
QSFTNIDTCVICLDRPREIVYLPCRHFIVCEQCFIASQLRTCPLCRSPIVEAVAVLR                       
>Glam_XP_001707027                                                              
MAAGLNGEERGDTALIRAAKANNLRAVMATFPEDACKTDHTGRTALSWATERGYVNIVRYLIHKEARIVDRKGVTALMIA
VKRQNISCVMSLYAYESGFQDNHGWSALHWAVFYGCANIVQYLAPLEAGLITNNGTTALMCAAQKGYANIIPYLLAAGRE
LRMVDNLKKSALIYAVEAGHEDIVQLLAEKEAGITDMLGRSALMYAVINKRPACVSILAPYEAGIVSSEGMTALMYAVQQ
HEWHIAMILAKQKAELGKQAAKEVTALMLLMDAKDPPSEVVLALGDRLIPYEAKLSDSAGNTALMRAAMRGDIKMVERLV
THEAGMQSLAGKTAMMLASHAGHDEIVRLLSPIEKGLVDAMGRTALMYATRANNDNVIRYLIPFESRMTDFYGKTALMCA
AKNNYMPILKFLASKECKIKDHKGRTALMRAAASGHIESVAFLARYESQLQSESGLTALMFAAVNGHSTVARVLAKTEAG
MRDSTGRTALLLSLVNNHENVARALLVFEHQLADDQKRTALMYSAQTAFDSVTRSLIALDNLAKRQDDVGRTALMYAVTS
SQRNAIRALLPKENCMVDKNGRTALMYAARACLSPGVPGLIESEAGIHDNDGLTALMYCCLSKNYSLADLLLSTEVCMRD
KRGQTALMYAAKEGCKELVNKLLPHEADMRDHSGKTSLIYAVENGHSHLVSSLASENRLSDKHLQTPYDYAMRLRCTKSV



QSLVSILTDTSTLVLSASVCLQFIRNLSPIVSYMLWKSKNTLYAIHAHTLLDTLMSFLFDDLDISLLRSEEEQRCGESLM
HLCTINDSFMASSSSFWLRGEARRRYMHRTRTMEISDASHDSVCAVCLDNHPNVVFLPCRHMVVCSACLTSMERHCPYCR
KYVCRHFTINEEDILC                                                                
>Glam_XP_001706227                                                              
MSAQQDEAWFAAIEHGDIETVRSYAAAMSKVTDEQGVTSLMKAATKGNVTIIQLLLSDGVKRRDRWGRTALMFAAMSGCA
VAVEILIPHEATLTDSDGMTGLMYAAFHGNTDIVRLLLPHERGYATRHESVLQLGTQTYEIGVSVTALMISVLTKHAECV
ELLVDSEAGKVDCKGETALYKAVASNFLPAVKVLAVLEAEHRTISGQSPIYLAVKTGFLDAIECLVTYEDDDKRYGNAKE
TVLMAAVAQRDARAVSILAPTLHSEFSKEGMTALILAAQDNLVEICSILISYEFGLTTHHGKKTALMFAAELGNVECVRL
LANKEAGMRTDAGETALMLAARRGQLECVAELIPYEKCAVSKNYHTALMLAVMNDHISLASLLVEHEQRIQNEKGQTSLM
LAVLRRNAPLVTVLAPYEAGVFDAQHQTALILATIDNEYDLVEILVNYEACLADCDARTSLMLAAEKNYMSLIPLLCEKE
FGRLDRFGRSALFIAAQNGNAHIVKELVCKEKKMITTRRFRVEHNTQIYIELGSTALIYATLYDKLEIVQLLAAHESGLL
DNTGHCALHYAIRRKNADLTRILLQYEHYITDKDGNTPLMLLIKAGMDQFIPGLVQRLLGESSQDTSSIIAQNNNGDTAL
SIALIHKSYLAVCALYSNPQLSFQFYDNTGASLLEQCEAVGDDPMMQVFLTYFVARLAFSSDLVSTFYHGLSSALLNEYS
DAEDCNFILHFLDCVFNYIFINDPTCVHLHNPLSSPGFEEISTMISEQIDLQEGACNICYSDLAVVLCFPCKHVVTCKSC
WKQLNNTRHKRDALRCPVCREAISHNIVLTQLDDCILSQKGKHGTGSLSLQSATELVSKRSLAAQIGPGEDGGNSSALTY
QLIPTYASVSGVPSGQIICRNVLQYAESFAEIDESSEVPELADMYENGEGTAWNEDIDNIEVEAFYK             
>Glam_XP_001705997                                                              
MVAPTSQGQQEAESSTSVVEITTGTTVHHITIPARPRAAKSPPLRSAVENLMKGGIFSTAQHTGSEEAATRGLSRGSGAK
SSLGDNGRSCTRKKRSRSTILNMRKELDDILAPLGPPEGSSVASPRSGQNIRSVSPLVAVNNIDDTDTAAMGGRTKLMMA
AIVDDVLAVQKYITEQGQRTPDGRTALMLAAEHGSIACIDQLIPWESGLVSNNGWTAIMYAIAAQKLQAVELLARKPKEL
TSTTADGRTPLILAAEIGSEEVVQLFLESRLIGMTTADGRTALMQAAWNRHLDCVRWLAKKEGGIQDSEGKTALMLAIEG
RSINRQQHDKARTQDFVNLLASEMGKTTADGTTALMCAVLNNEEDSIPLLKSELMKRQRSGRTALILAARQGTLTSLHDL
LPEAGSRDGSGKPALYYALEGRNMTHVRELSAEYNMTIDDDVSMLMSAIIFGNEEAALLILKELQKQSLTTPAKGPLPPL
HVPVTEREQKTALILAVEAGSLALVKELSLTEHSFQDVKGTTALMYAAEREFCDAIKILLPLEEHMKNVAGHTALIQMAM
NNNILAVSFLLSEACDTDNSGMTALMHAAHLGHHNIVSILLSSNEVGMVDTHGMTALMHAAMNGHTQCVSLLAPKEHHYA
RMYRLLKDSNTGMTDEQVWSHQSFYSGRTALIIAAMYNSLDCVKQLIPWEAWVLNEYNRLPSTVINIGTYSNDIQDALTI
RGIHRLMKMYYARRRNELGSCNICLNKISSMKCYPCNHTVCCEECAERLMTTKKPCPLCRRPILFWITECYDLATMSFTL
APNFEWIDLPSDDDDDDSDRKHSKDEDTDDELYVNIHLDHEIEVSSYSWFH                             
>Glam_XP_001705859                                                              
MPPAKGSTFLVQAVRGGCLGLLQDLTEDEVGQRDEYGFTALMYNALLYEEILDPILLNEAGIRSGEGKFALLYALEKRHF
GIAEALVPTEGLLADSHGYPSIIYAIRHGCEKLAVKLWHALVSSGTHPYDIVTDDAKTLCMWLAEYGMPTLLREYLKADG
VLYATYCDLHGRTALMYAARAGHKDCVRGLRFFCPLARDCDGMNALMHAAQRGNADCVEALLTGYASTLDIGETCIEGHN
TNVNLFLGMQDNTGRTALHYAIFAASSPCIRLLIHERGIVDVYGYSGGLYLFRNSILQIYLRLMMVSKKCDDVHIASIVS
VEDVIREVREHLLHKSREFQRILYTLVDILFAALMGDDELFGEHEEKERTSHKFRAKRETSIQKTGRCTVRNLESIFDRV
PMDPSVLCCICNVRLSSYVFYPCRHVCACSVCFSTIEDSCPLCFKTTYHADRLQLEGE                      
>Glam_XP_001705663                                                              
MNNNRGASSEETAPSDDGNEKLLQAVISQDINELKSLIAAGTCLCKQDRTGMTALMHAAAQGSILMTGMLVEYEKGLKDS
NGKMALHHALRGGHVDVAGLLLSYEDPRDRNGVTALMRASAIGDMEVVVHLVKLQGAVQTINSGSYKLESGTYSFNEGAT
ALMFAAWYGQSEAAKVLLGRESRIRDNGRLTALMYAAERGYIEVVKELRPRESRMQNWLGRTALMFAAQNGHMDVVRLLL
EDEKQMVDGNGWTALMYAASNGHVEIACLLLDHEKCVQDNDGWSALMFAAYYGYTDMVGLLLSEEKGLRDSKGRTALMHA
AEKGNVDAVKLLVGYEARAQTYAEYTALMLAAYANHAEVATVLLPYEGGMQTTIGWTALMEAALYGHTEVISVLMQCEGG
LHRNDGCTALIYTAYEGQEEMVKLLFDLERESSGWTKLMYAASLGLTATAGAHLSDAGQQDNIGLTALMYAVRNCRTEMV
KLLATHECGFQDSGGWTALMHATLCGYRDLIRPLLCEAGSQSLVAHRNYPPGTTALMIAAYQNDAYTVDLLASLEAGFLN
SDDDCALILALQNASAECIPLLLCELSVLDSHGKACYFRIHTLDIDESPKLTLLYERLRDTLKTMFFSGLQKERLACLLT
ALTRSVSSLITSGHFLLELMWAALLCEYDNVITDLDEQFVLIEDAYIEDTCAICLTRPPDCVLLPCRHLIVCLACVDRIY
ANKSCCKCPYCRTPIETILDLAECNFTLL                                                   
>Glam_XP_001704919                                                              
MSILDKFTWFNVCRAGLVNQIKDNIAKFKTVRDEVTGATALMHACVDNNLEVVRILLPYEDVITDNSGKTGLMIAAEHGY
LDLARLLMVTQVGKQRENGQTALMHAAAYDFEEVVELLLPREGTMTDNNGWTALMCAAWRGSNKAALVLAKVEAGMASKQ
GETAFLCACDAGNYELARLLLEKEGRSTLRTGETGLHLAARSGCKAIVELLLEPLCRKQTKAGKTALMYAASAGNLEIVM
LLLEKEVGYQDTDGRTATMNAILNGHEGCMTALLPHEKEIVDKKGQTALIVAQSTTPSVMSYHVAALLGGIIDPETGSTT
LIQAARRGLSDIVGILVPAQTNLTDESGMCAIHYAVASHNLECIRLLKQYEGKTLNANGHHALIMAVIEGDVSVILELIE
HSWIPDAEGNYPITYCKEDPLSDIYQLLFSHMMRTHPNFKAVTSAFCLALHTCFSLLLNDYPDNDDFEFLSEFLLLISDL
FFSPERITATQITGEITTLLDSFTATVHEFPCCVCIDRPAFVIIRPCMHMCICSQCVASLRGRCPYCQRAVTEHFEIALE
K                                                                               
>Glam_XP_001704023                                                              
MPAAEASHWFEAARRGAVSFLLEHLEEYAGSFDSNGKTALMYLALHPVPPPDDLVAIEGSILDKDGHSALCYACRALNTD
GIKRLWREEGCTFGLTALMLAVLSGNDPDRITMHKDIRRQDSCGMTALMYAVVLGREQHIDLLWKDERGCADRQGRTALM
LAVLCQNSYAFSKLHADPMEHGKLSNAKWSALGYAIVSNSLSFVQSLLPYEYAILGAAYTLSSLSQRTNDAEIAKLVADD
GLRFLVARKYGGSTEKIGVCIICLDEFCIVRSHPCGHRCTCYTCSQELQKRRLHNQCPLCRTEVEQWRLDWTVLADPC  
>Tcru_XP_814567                                                                 
MEKEREGGLVFSLRMGMRIGKEDTVTFFLRSPHNLIITAWFILPFLRSFLLPFRGKHTIKHNMNEIITRFFSCSPHCKPE



VLGRIFHDVENLCNTFHFYCRDANWGVTQQEKLCIYGGLPITIKKSNSDHTSLTPDSREQAPPHRYVLPLQIWLTHLYPI
EPPLVFLLSAEQGCRIASNHKYVDATGRCHTPELAAWHPVSSSLCDVVKKLGQLLSAEGLIPLCFGEEGVSSPPKGHATA
VSERLCHGLENGDDDKRTDEHERCVVCFSPKETVLVPCGHYCLCDACATNVTHCPLCRGSVKFRQRVFS           
>Tcru_XP_821069                                                                 
MEFQYAAVGNTAALRAWLQHHPERVNVPSPGSRYTLLTTAVKRGHLDTVHMLVGEFHADLGIPCGGIDNTCVHAAASNCD
VEMLSYLLACRAPLKPNAFMEYPSDIAKVATAASLVKEKCIAMLRAHEGELNPRGLKQEGKEGGQPQPMQWRSPLESVVS
PTSLRDVISDVKLTGDEDGKEEDVQRRSLQELPMQGAGTATRTADSLTTTTNGVNGNSEDKSRGNVSRVQPRNARNIKEE
VTLPLDLHTFRRMYGNGFDFIESTHAYFIRGLLPYSFKGNVYYTPVVLILRKTVDAEQEGGEPSQQAYHISSSSSSGPSR
RRRIVSRYGALIDRKRLGDLFINRRATYIDPCTAAIIPSEADAYYKNLLSFLRHAVLDNFERIPPLTPSVDENRGVQDNL
PLFRLYPREREVSLRILRDLSRFCDGVFTYDSATLRVEGFLPLFMDLPTPPREGGFSVSDRALAKTASCPKPHPHNSPGT
TLRGGEEEVVATDLIMKLPLRVQFSANSNFEDPPRVYFLSATTSCPETRTNYEFLSKIIADSSLGEVRRDTLSSLEKWNQ
HGSLLSVLSELQQKATSLLMEYCQASALSFAKGGSEVAMTQKIDSYSSRTPLNPALCGTGSVGSTSVECDMDWLLVGHPT
VRNAPDLFRNTSPTSKHNFEDMSTANVCVICLEAGRNVVLLPCRHLVLCLSCSLRYKDHLADEMLCPTCRIPIVGMLEIF
P                                                                               
>Tcru_XP_820402                                                                 
MNEIITRFFSCSSHCKPEVLGRILHDVENLCNTFHFYCRDATWGVTQQEKLCIYGGLPITIKKSNSDHTSLTPDGREQAP
PHRYVLPLQIWLTRLYPIEPPLVFLLSAEQGCRIASNHKYVDATGRCHTPELAAWHPVSSSLCDVVKKLCQLLSAEGLIP
LCFGEEGVSSPSKGHATAVSQRLRHGLENGDDDKQTDEHERCVVCFSPKETVLVPCGHYCLCDACATNVTHCPLCRGSVK
FRQRVFS                                                                         
>Tcru_XP_820401                                                                 
MNEIITRFFSCSSHCKPEVLGRILHDVENLCNTFHFYCRDATWGVTQQEKLCIYGGLPITIKKSNSDHTSLTPDSREQAP
PHRYVLPLQIWLTRLYPIEPPLVFLLSAEQGCRIASNHKYVDATGRCHTPELAAWHPVSSSLCDVVKKLCQLLSAEGLIP
LCFGEEGVSSPSKGHATAVSQRLRHGLENGDDDKQTDEHERCVVCFSPKETVLVPCGHYCLCDACATNVTHCPLCRGSVK
FRQRVFS                                                                         
>Tcru_XP_820159                                                                 
MAEARQTDFLVDEHTPAPPIEILLKLQLFRTALVNFIEWKNFEEVVRGCFVRVLLEMRSEDVRRDNSDHYYIACVKGARR
GPRYSGFSADMASTEWHIVIELPPCFRATQNGNVVQLNSISNSPFRQLEYQQWVEMTREAGLAFMSMPQLHFRLDLLEEQ
KQQALTVEPRRKRYGEDPQIAERRERALNALRDQIKAEVVSTHVQMPSISGLQLCPLEQLQEIEREMLEMISRVRMTINE
RSKCMICHRRLCTVICYPCKHQVLCKDCAEHIDGKCPVPNCSIPVRESFEAYTS                          
>Tcru_XP_819944                                                                 
MGVNSSRERRSQRRSQSNAVTPPANMPPHLANQYSNRRQMPSNGNNVPTAPNYDASRPAPTLPPPPPPQQQQQQQPSSPS
GNTDNNNSANNNQRGVQEGQIVKMLATIDASSVDYDPTMQRLKFRVTSVCPFLSYEIHTGVKEYIRGGEVFYMPNKPKME
PPRLTLEGPQENKEINVHIDVSKLEEKERVYNKHYPKQQPCVIVLRYRIKELRKQENSSANASPVEEIVEHTEHTAVDLA
ENPKRRVISQIITAGGSAYVVEDLFGVDGDSPGAANGNPEVMLGTTIVPHEGEEDEDGLCVICLTVPKDTAVMPCRHMCL
CKGCAEELMRHTPKCPVCRGFVSTLLHMPSINGNSPA                                           
>Tcru_XP_819055                                                                 
MFLFDAMRHAECSICLQALIPGTGSSASPSNAISPEKKLPSPPRVSPAPQLGEVSSGEEEFRITFAPGVSRQDDTDDFMT
FINALDMYHRAAKKNGSRHRTSREVGCGVTPCGADHGIVVLPCGHLLHFLCAIQLHEYSNHPTCPICREAIKSPEDCVLF
LPLSRPTVFQRGMAVDGEVNACDISRTDEDGGDNVQFTGEGSVAPADVYRRHIQHELDELKRRRRNLRSREHFLTNSRDQ
LEEQCISLEQSASDARLRYDVLTRQGTVGLDRLKELRDVALKTHTSMDQLTLELARLLRQQRDLDQQLEKYSQRLKRGRL
SGQGIHSGSEGGGITRDDDNDDDLPFSLQKRRLKAPMAGVPFSYYVSRDKK                             
>Tcru_XP_818563                                                                 
MAEARQTDFLVDEHTPAPPIEILLKLQLFRTALVNFIEWKNFEEVVRGCFVRVLLEMRSEDVRRDNSDHYYIACVKGARR
GPRYSGFSADMASTEWHIVIELPPCFRATQNGNVVQLNSISNSPFRQLEYQQWVEMTREAGLAFMSMPQLHFRLDLLEEQ
KQQALTVEPRRKRYGEDPQMAERRERALNALRDQIKAEVVSTHVQMPSISGLQLCPLEQLQEIEREMLEMISRVRMTINE
RSKCMICHRRLCTVICYPCKHQVLCKDCAEHIDGKCPVPNCSIPVRESFEAYTS                          
>Tcru_XP_818197                                                                 
MNEIITRFFSCSPHCKPEVLGRILHDVENLCNTFHFYCRDATWGVTQQEKLCIYGGLPITIKKSNSDHTSLTPDSREQAP
PHRYVLPLQIWLTHLYPIEPPLAFLLSAEQGCRIASNHKYVDATGRCHTPELAAWHPVSSSLCDVVKKLGQLLSAEGLIP
LCFGEEGVSSPSKGHATAVSLRLCHGLENGDGDKQTDEHERCVVCLSPKETVLVPCGHYCLCDACATNVTHCPLCRGSVK
FRQRVFS                                                                         
>Tcru_XP_821650                                                                 
MLDKLGLLLRGKGMLMMISTALAVAVAGVLCYLWDDDKSGCANEENICTSRCCGKEQDGKRGDDQGGHGLCCVCHNATAS
ELFLPCGHLVFCSTCCEKYVRRRNDSCPICRQKYTSLFHVFTN                                     
>Tcru_XP_821426                                                                 
MRTGKEDTVTLFLRGPHNPIITAWFILPFLRGFLLLFRGKHTIKHNMNEIITRFFGCSSHCKPEVMGRILHDVENLCNAF
HFYCRDATWGATQQEKLCIYGGLPINIKKSNSDHTSLTPDSREQAPPDRYVLPLQIWLTHLYPIEPPLVFLLSAEQGCRI
ASNHKYVDATGRCHTPELAAWHPVSSSLCDVVKRLCQLLSAEGLIPLCFGEEGVSSPSKGHATAVSQRLRHGLENGDDDK
QTDEHERCVVCFSPKETVLVPCGHYCLCDACATNVTHCPLCRGSVKFRQRVFS                           
>Tcru_XP_821364                                                                 
MLSEEDQLLFVAAKEAQLTRNEAVHIIMSDVSHSVFYGAFIRVLLELQDHREDYIVARVGAIATGEVYGGFSNNANIRTD
NYLVLQLPPHLAKINGTQYQLNSISNSPMTEGEFSRWLEVARSGAHALSSLYALEGVAPVALPVPTREELAAVAWRLRGV



IGNLARHGHGAHRQRRCSQVQPSQAQEQGPATPPPDNLLQALSVCPSRNAPPSEGNFSAPSLHSACAADNAYNHDGVSNF
ARQITTASLGPANSNISQQQQQQQQQHPYNPLYLQQAGNINGSVEGSGPSEKPPLFHGALSPIPVSTSPPTAIEISVAER
ELELPTRRQIRQDIINKMNQNGVLFPTNINELKVSQLRLAERDMIEYLEQVREAISSKQENCVVCMDHVPTVISLPCRHK
VLCRLCAPSVSTCPVCRSQLFELFEPKEI                                                   
>Tcru_XP_821315                                                                 
MQTGKEDTVTFFLRSPHNLIITAWFILPFLRSFLLPFRGKHTIKHNMNEIITRFFSCSPHCKPEVLGRILHDVENLCNTF
HFYCRDATWGVTQQEKLCIYGGLPITIKKSNSDHTSLTPDSREQAPPHRYVLPLQIWLTHLYPIEPPLAFLLSAEQGCRI
ASNHKYVDATGRCHTPELAAWHPVSSSLCDVVKKLGQLLSAEGLIPLCFGEEGVSSPSKGHATAVSLRLCHGLENGDGDK
QTDEHERCVVCFSPKETVLVPCGHYCLCDACATNVTHCPLCRGSVKFRQRVFS                           
>Tcru_XP_817153                                                                 
MGMRTGKEDAVTLFLRGPHNLIIAVWFILPFLRGFLLPFRGKHTIKHNMNEIITRFFGCSSHCKPEVMGRILHDVENLCN
TFHFYCRDANWGVTQQEKLCIYGGLPITIKKSNSDHTSLTPDSREQAPPHRYVLPLQIWLTRLYPIEPPLVFLLSAEQGC
RIASNHKYVDATGRCHTPELAAWHPVSSSLCDVVKKLCQLLSAEGLIPLCFGEEGVSSPSKGHATAVSQRLCHGLENGDD
DKQTDEHERCVVCFSPKETVLVPCGHYCLCDACATNVTHCPLCRGSVKFRQRVFS                         
>Tcru_XP_816731                                                                 
MNEIITRFFSSSSHCKPEVLGRILHDVENLCNTFHFYCRDATWGVTQQEKLCIYGGLPITIKKSNSDHTSLTPDSREQAP
PHRYVLPLQIWLTHLYPIEPPLVFLLSAEQGCRIASNHKYVDATGRCHTPELAAWHPVSSSLCDVVKKLCQLLSAEGLIP
LCFVEEGVSSPSKGHATAVSQRLRHGLENGDDDKQTDEHERCVVCFSPKEKVLVPCGHYCLCDACATNVTHCPLCRGSVK
FRQRVFS                                                                         
>Tcru_XP_816254                                                                 
MHENDMLETIALVPVGLALWALGKRQAKQQELISRLQTTIGKQREELDRLLQTESATGSARLVTYSILVALGVYGSFLLT
KCVSLTSLHRGCDLPPTEYTPTTARHEGEECVVCMLHRRDTLFDPCRHLCVCWLCSRNMQSCPVCRRDILRRQFAFIS  
>Tcru_XP_816185                                                                 
MRTGKEDTVTLFLRSPHNLIITAWFILPFLRSFLLPFRGKHTIKHNMNEIITRFFSCSPHCKPEVLCRILHDVENLCNTF
HFYCRDATWGVTQQEKLAFYGGLPITIKKSNSDHTSLTPDSREQAPPHRYVLPLQIWLTHLYPIEPPLVFFLSAERGCRI
ASNHKYVDATGRCHTPELAAWHPVSSSLYDVVKKLGQLLSAEGLIPLCFGEEGVSSPSKGHATAVSKRLCHGLENGDDDK
QTDEHERCVVCFSPKETVLVPCGHYCLCDACATNVTHCPLCRGSVKFRQRVFS                           
>Tcru_XP_815262                                                                 
MGANSSRERRSQRRSQSNAVTPPANMPPHLANQYSNRRQMPNNGNNVPTAPNYDASRPAPTLPPPPPPAAAQQQQQQPSS
PSGNADNNNSANNNQRGVQEGQIVKMLATIDASSVDYDPTMQRLKFRVTSVCPFLSYEIHTGVKEYIRGGEVFYMPNKPK
MEPPRLTLEGPQENKEINVHIDVSKLEEKERVYNKHYPKQQPCVIVLRYRIKELRKQENSSANASPVEEIVEHTEHTAVD
LAENPKRRVISQIITAGGSAYVVEDLFGVDGDSPGAANGNPEVMLGTTIVPHEGEEDEDGLCVICLTVPKDTAVMPCRHM
CLCKGCAEELMRHTPKCPVCRGFVSTLLHMPSINGNSPA                                         
>Tcru_XP_814503                                                                 
MPPLILATECNEELRCALCLDSWKDPVELVPCGHIFCAVCVRGMNTCPICRQSVANSKRPNRTLVNLALAVPVKCASCSW
TGTREQGNSHTCRTDTKMASVPSALAPGPKYAFVEPTSQEPWHQFGLSREEYDQIMALFVFFDNDESGGLDRAEVGRLAR
WLNFARTDHDIDRMFFLMDTDGSGTLSLNEFLTWLSHNRPDPNALYGLSQSEYNTIMMQFRLYDTDQNGLLSIDEFARLA
VRLGDVNNIDSGRRLFRCIDTDGNGVVDLHEFLTYRVRTRRK                                      
>Tcru_XP_814086                                                                 
MPPLILATECNEELRCALCLDSWKDPVELVPCGHIFCAVCVRGMNTCPICRQSVANSKRPNRTLVNLALAVPVKCASCSW
TGTREQGNSHTCRTDTKMASVPSALAPGPKYAFVEPNSQEPWHQFGLSREEYDQIMALFVFFDNDESGGLDRAEVGRLAR
WLNFARTDYDIDRMFRLMDTDGSGTLSLNEFLTWLSHNRPDPNALYGLSQSEYNTIMMQFRLYDTDQNGLLSIDEFARLA
VRLGDVNNIDSGRRLFRCIDTDGNGVVDLHEFLTYRVRTRRK                                      
>Tcru_XP_812916                                                                 
MFSAIVNYLILLAFVYLALALIGNIVTLLELWRIRRSIHQKRPPIIIPFLVFTTRPVYEVALTHMANRAVVLHGLPKVNG
LTLPLQLHPVPSAKVLVKLRSTTTARHSDFFLPEVRPENDTDAKEASSNTIPSSSFVHSGGGGSAHVARHSCGCAMETTA
LPSAARSQQMMGSFSKGGYHQYRELSLSDLGGGYHKQEGNAGVGRLMARSQLSLQFRVETAARIEAPNLSRTQLGNASIE
ALGRDSSSAFCGALSRSDTMTFEDPKISSVAADDGSEGADLPVKLRCACIFGADDVDIIRAVTVGTTRTFGRGSLMYHCY
YTAEDEENCARERARLLDWHNRQRLGARFQFGDHTPCMPLSGAFYEDSVTQTNPPSRRRRHLMLVNSMTSVGEGLPSRQG
SLGSFSTLAGRTRSMCCSTKSNAFTETFVDVSETACFASGGRTRGERGKKEKEGFEMSKFVPASIMNDAARDLTESNDDC
MFVTAVSPSTSTLPSSTSPPTWTDSSTSDECNERDSVETGKMMPHTEPQAMNTDDEEEAGDVTDVDGAPLPAENAVTFYD
PVNVPDTNVDDAPGTNRNANKAATSKKGHCRRPRERVDIFLTEPKQGPIIPRAYEGSILITPDALQSDANAIITTTTTST
SAPASLQVDAVDLSLAAFQNCFKNGLTPASGNEVNAGEGGGEGKDAGGEKVGKKREKEGEKKGRESRHYEKKQKETELIP
RHPLTFALMLYRRTPQESRNSGRDKRQVISHTRQQTSDCFVCVYSTANVMESLLPKSASAMPGGGTPRNSPPGSSLRLND
PNECREMGEAYHLPGTEEAQTSLRRQQPGSTKPENITALLEAMRSKIGAVMSVVLQYVRIGNDLYAVTEVSDRTFVQYRE
ERVLMGRCGINDFSSGGHTKGREDITASERSEWPSKYCMRAASYSLASSPQTGVRHQLVRMCWLCMRTEANVITLPCAHF
ALCLGCVETLTHCCICQRSIHATIVLNENTDQNEFSDTRNQ                                       
>Tcru_XP_811545                                                                 
MFLFDAMRHAECSICLQTLLPGTGSSASPSNGVSPEKKLPSPPRVSPAPQLGEVSSREEEFRITFAPGVSRQDTTDDFMT
FINALDMYRRAAKKHGSRHRTSREVGCGVTPCGADHGIVVLPCGHLLHFLCAIQLHEYSNHPTCPICREAIKSPEDCVLF
LPLSRPTVFQRGMAVDGEVNACDISRTDEDGGDNVQFTGEGSVAPADVYRRHIQHELDELKRRRRNLRSREHFLTNSRDQ
LEEQCISLEQSASDARRRYDVLTRQGTVGLDRLKELRDVALKTHTSMDQLTLELARLLRQQRDLDQQLEKYSQRLKRGRL



SGRGIHSGSEGGGITRDDDDDDDDLPFSLQKRRLKAPMAGVPFSYYVSRDKK                            
>Tcru_XP_811302                                                                 
MRTGKEDALTFFLRGPHNLIIAAWFILPFLSGFLLPFRGKHTIKHNMNEIITRFFSSSSHCKPEVLGRILHDVENLCNTF
HFYCRDATWGVTQQEKLCIYGGLPITIKKSNSDHTSLTPDSREQAPPHRYVLPLQIWLTHLYPIEPPLVFLLSAEQGCRI
ASNHKYVDATGRCHTPELAAWHPVSSSLCDVVKKLCQLLSAEGSIPLCFVEEGVSSPSKGHATAVSQRLCHGLENGDDDK
QTDEHERCVVCFSPKETVLVPCGHYCLCDACATNVTHCPLCRGSVKFRQRVFS                           
>Tcru_XP_810896                                                                 
MENGAVGLVPIECLICAATCEALAVFKCGHYVCYVCGLHIHSIDHGVCPVCREKGETVIVTCTPPGEDDDEDKFSAELIR
TMEDVSGFDSHLQCFVHGKALANELRKMYEYVCPVPKCWCRGVQEPFCEMYPLHEHLKTDHGLGYCTICLQHRSVFLCEH
QVYSKENLRLHMDGVCPHDSPSFLGHPFCRFCPKTRFYDEDHLLEHMKQHHFTCDICNRGEFLFRYYENRKKLLQHFERE
HELCDHPACASLDPMMRVFVSDLELALHKQRVHGVRSRLALFTTDASSTNPSSSLPTSTTPATGFNANVISITFDYVHKQ
ETVKLMQACAQRGSGGGFKGKRKGGGNNHMDWVRGDAPGLPVHFRTRGVLKPLMRKVRERDVALQATSHPRAFGLSESAE
TYNTKNRVPLNPTELRGALDAVLREELPDLHRMEGFRECTADFMSGKMLTMRYYNCLRTEFFPSESAFQKVFPLVVATVP
LPERRDALVQIEKMRNSPEVQHAQRMQEEEEKKKKDSEKWKKQTEYLERIQQGSKRQKGNNSGGRNVWLERGSAALINQA
HGKQSETQEKEQPRQQQGSQQTLWGKDNKHASQKSGNERSLSGDATSARPTAWGAAQERQQPRLSLLPIGAAGYYPNPED
FPALPTRNPSRALGLPQAKRTSRPNAWYRK                                                  
>Tcru_XP_808835                                                                 
MRTGKEDALTFFLRGPHNLIIAAWFILPFLSGFLLPFRGKHTIKHNMNEIITRFFSSSSHCKPEVLGRILHDVENLCNTF
HFYCRDATWGVTQQEKLCIYGGLPITIKKSNSDHTSLTPDSREQAPPHRYVLPLQIWLTHLYPIEPPLVFLLSAEQGCRI
ASNHKYVDATGRCHTPELAAWHPVSSSLCDVVKKLCQLLSAEGSIPLCFGEEGVSSPSKGHATAVSQRLRHGLENGDDDK
QTDEHERCVVCFSPKETVLVPCGHYCLCDACATNVTHCPLCRGSVKFRQRVFS                           
>Tcru_XP_808721                                                                 
MNEIITRFFSCSPHCKPEVLGRILHDVENLCNTFHFYCRDATWGVTQQEKLCIYGGLPITIKKSNSDHTSLTPDSREQAP
PHRYVLPLQIWLTHLYPIEFPLVFFLSAERGCRIAGNHKYVDATGRCHTPELAAWHPVSSSLCDVFKKLGQLLSAEGLIP
LCFGEEGVSSPSKGHATAVSQRLCHGLENGDDDKQTDEHERCVVCFSPKETVLVPCGHYCLCDACATNVTHCPLFRGSVK
FRQRVFS                                                                         
>Tcru_XP_808511                                                                 
MLSLSVFFLFVRLYCAITVTATIAAATAVGDARSSSKCTSRPFFYASDCLEMNECAWCCERPIGQQCFDKFDNNSVEPPC
SDYAIVTNRDTTCGQLCSVKYDDCESCEMRNWCYFCISTSTCQPPYASCRNGEVIQSCKMREKEDGGSNYYFTVTIGVGG
ALMVFALIAALILLSLQLRRREQDEQQNFVEEGTPFLRDTTTVEENTNVQPVTTTATAPTTVITASGIMPSNITTTNNDN
NENDNSTNEYNIHDTENSDRDSHDLATNAPAAVASGEEPPAARDFREEEGAEVRLPTPRSAKFSTGEDDSVCFLCLDASP
SVTFLPCYHTCCCETCSNKLRPTRGDVLTCPFCRTKIVAMVSLHSVLAQAGLS                           
>Tcru_XP_808508                                                                 
MGNRQTVQPLIGGPRTFYLVSGGPRIRYVGHPSSAGPLIFHIETDLMDDNEAVDRAETIQLPVAVPSRQKFRLVQLDSKN
RESGFLLSFSIAMSEPGQTLRVLAGVDIEYRAGEGVQLMQSEKSQNPFCLLEFVSPEEFREEIEVSEVLHPEKLNKAIFR
YSENGARRLTYAPIAIELVYEAPTDRTPSKSPDCISPPSVKSAFASRQECENSMSHNSHASFAATLLPQSERMVQYTFLD
IPEGALGRTKVSLLPKSEPQEGAARIVYEAKILRQLLQHGTQVYELDDVFDLGGDGSDNNLDGNDEEEEEIDLCVICLLN
PKDTTLLPCRHMCLCYECASILRFQQNNRCPVCRSNIDRVMTL                                     
>Tcru_XP_808056                                                                 
MGNALAGVCRQIRCLDANSPRHERRRSPRAASFSSHPSRLRKTPLSPLKPGGKIACEICGICFDPVGLEKHRSMCRASRG
VETEQARSCLGCTGEGLPNDEPEELCVVCFAEKRMYAFLPCGHVACCSSCGKLVDRCPVCREERFGYCVVNTTALLQFKC
PHCRAIVAPELYDGHREVCAIQSRAAQVGHSGPATDADTRSKNAATSGRRAEGGGNHPPAAVPAKRSASSHGITPNFCIE
CRRENAPLVIIGPCGHRVLCDDCFAGRITCPVCLREIEHGWKSYI                                   
>Tcru_XP_807960                                                                 
MLSLSVFFLFLRLYCAITVTATIAAATAVGDARSSSKCTRRPIYYASDCLEMSECAWCCERPIGQQCFDKFDNNSVEPPC
SDYAIVTNRDTTCGQLCSVKYDDCERCEMRNWCYFCISTSTCQPPYASCRNGEVIQSCKMREKEDGGSNYYFTVTIGVGG
ALMVFALIAALILLSLQLRRREQDEQQNFVEEGTPFLRDATTVEENTNVQPVTTTATAPTTVITASGIMPSNITTTTNDN
NENDNSTNEYNIHDTENSDRDSHDLATNASAAVASGEEPPAARDFREEGGAEVRLPTPRSAKFSTGEDDSLCFLCLDASP
SVTFLPCYHTCCCETCSNKLRPTRGDVLTCPFCRTKIVAMVSLHSVLAQAGLS                           
>Tcru_XP_807957                                                                 
MGNRQTVQPLIGGPRTFYLVSGGPRIRYVGHPSSAGPLIFHIETDLMDDNEAVDRAETIQLPVAVPSRQKFRLVQLDSKN
RESGFLLSFSIVMSEPGQTLRVLAGVDIEYRAGEGVQLMQSEKSQNPFCLLEFVSPEEFREEIEVSEVLHPEKLNKAIFR
YSENGARRLTYAPIAIELVYEAPTDRAPSKSPDCISPSSAKSVFASRQECENSMSHNSHASFAAKLLPQTERMVQYTFLD
IPEGALGRTKVSLLPKSEPQEGAARIVYEAKILRQLLQHGTQVYELDDVFDLGGDGSENNLDGNDEEEEEIDLCVICLLN
PKDTTLLPCRHMCLCYECASILRFQQNNRCPVCRSNIDRVMTL                                     
>Tcru_XP_807249                                                                 
MLSEEDQLLFVAAKEAQLTRNEAVHIIMSDVSHSVFYGAFIRVLLELQDHREDYIVARVGAIATGEVYGGFSNNANIRTD
NYLVLQLPPHLAKINGTQYQLNSISNSPMTEGEFSRWLEVARSGAHALSSLYALEGVAPVALSVPTREELAAVAWRLRGV
IGNLARHGHGAHRQRRCSQVQPSQAQEQGPATPPPDNLLQALSGCPSRHAPPSEGNFSAPILHSACAADNAYNHDDVSNF
ARQITTASLGPANSNISQQQPYNPIYLQQAGNINGSVEGSGPSENPPLFQGALSPIPVSTSPPTAIEISVAERELELPTR
RQIRQDIINKMNQSGVLFPTNINELKVSQLRLAERDMIEYLEQVREAISSKQENCVVCMDHVPTVISLPCRHKVLCRLCA
PSVSTCPVCRSQLFELFEPKEI                                                          



>Tcru_XP_807243                                                                 
MGNALAGVCGHIQCLDANSPRHERRRSPRAASFSSHPSRLHKTPLSPLKPGRKIACGICGISFNPVGLEKHCSMCRASRG
VEKEQARSCLGCTGEGLPNDEPEELCLVCFAEKRMYAFLPCGHVACCSSCGKLVDRCPVCREERFGYCVVNTTALLQFKC
PHCKAILAPELYDGHREVCAIQSRAAQVSHSGPATDAETRSKNAATSGRRAGGGGNHPPAAVPAKRSASSHGITLNFCIE
CRRENAPLVIIGPCGHRVLCGDCFAGRITCPVCLREIEQGWKSYI                                   
>Tcru_XP_806142                                                                 
MHENDMLETIALVPVGLALWALGKRQAKQQELISRLQTTIGKQREELDRLLQTESATGSARLVTYSILVALGVYGSFLLT
KCVLLTSLHRGCDLPPTEYAPTTARHEGEECVVCMLHRRDTLFDPCRHLCVCWLCSRNMQSCPVCRRDILRRQFAFIS  
>Tcru_XP_804600                                                                 
MLDKLSLLLRGKGMLMMISTALAVAVAGVLCYLWDDDKSRCANKENMYTSRCCGKEQDGKRGDDQGGHGLCCVCHNATAS
ELFLPCGHLVFCSPCCEEYVRRRNDSCPICRQKYTSLFHVFTN                                     
>Tcru_XP_802997                                                                 
RSGWHTAALRAWLQHHPERVNVPSPGSRYTLLTTAVKRGHLDTVHMLVGEFHADLGIPCGGIDNTCVHAPASNCDVEMLS
YLLACRAPLKPNAFMEYPSDIAKVATAASLVKEKCIAMLRAHEGELNPHGLKQEGKEGGQPQPMQWRSPLESVVSATSLR
DVISDVKLTGDGDGKEEDVQRRSLQELPMQGTGTATRTTESLTTTTNGVNGNPEEKSRGNASRVQPRNARNIKEEVTLPL
DLHTFRRMYGNGFDFIESTHAYFIRGLLPYNFKGHVYYTPVVLILRKAIDAEQEGGESSQQAYHIISNSSSSSGPSRRRR
IVSRYGALIDRKRIGDLFINRRATYIDPCTAAIIPSEADAYYKNLLGFLRHAVLDNFERIPPLTPSVDENRGVQDNLPLF
RLYPREREVSLRILRDLSRFCDGVFTYDSATLRVEGFLPLFMDLPTPPREGGFSASDGALAKTASCPKPHPHNSPGTTLR
GGEEEVVATDLIMKLPLRVQFSANSNFEDPPRVYFLSATTSCPETRTNYEFLSKIIADSSLGEVRRDTLSSLEKWNQHGS
LLSVLSELQQKATSLLMEYCQTSALSFAKGGSEVAMTQKMDSYSSRTPLNPTLCGTGSVGSTSVECDMDWLLVGHPTVRN
APDLFRNTSPTSKHNFEDMSTANVCVICLEAGRNVVLLPCRHLVLCLSCSLRYKDHLADEMLCPICRIPIVGMLEIFP  
>Lmaj_XP_001683655                                                              
MANLCLGEDFSEELTCAVCLDSWKDPVELMPCGHIFCKACATGLKECPVCRDPIRSTKVPNRTLVNMALQIQVKCRRCQW
RGTREQGMSHVCGKASCSSLNQASCSPWVTKSQPQHHPTAAKFPSPYAQQSSISGYASSPGQTQQPTQSYPDLWERGAPT
QLRQQSAGYSTGCGNAYSGAAPPPSGGNAGSQGSYPTTNYSNQSGAGYSGYNQQPQPTLSLQSRYRVIEPTGPHPWTLYG
LDQSEYDQIVSLFVFFDDNESGNLEPNEVTRLARWLNFANTPQDVKRIFDDMDVEGSGKLSLGEFLTWLRYNKPNPQALY
GLTQSQYNTIMMQFHTYDTNQDGCLEMNEFSRLVQNLGDVRDAVTAQRLFQMIDQDRDGVISLHEFLRFRAGKG      
>Lmaj_XP_001682566                                                              
MSGLELIALVPIGIAGWKLLQKLGDQQSLIAQHELTINSQKEMLQSIVNADRAGPLSRLNLAVVAGTLVLAGTVTYKSWT
LTKSFTVRPPPNYEPTPATFDAEQCVICLENCKDTVFLPCRHLCTCWSCASRIGNSACPTCRAPIEAMQFVYQQ      
>Lmaj_XP_001681615                                                              
MLQRLQLFRSTLVNFLEWRNFSDVVHGCYVRVLLEMRSTEENRRESPDNYYIALVKGAQRGPVYSGFSADAVTTEWHIVI
ELPPCFRSTQNGNVVQLNSISNSPFRQAEYQNWVDMTNETRELSFPSLPQLQFRLGMLEEHKQQALTPEPRRHRNGEDAE
AAALREWALEEKRKRITEEIMVTHVKLRRIDQLKALSLEDLQEVEREILDLITGVRISINERSKCMLCHNRICTEICYPC
KHQVLCKDCAKSIRGRCPAPKCKTPVQYTFEAFTS                                             
>Lmaj_XP_001681448                                                              
MGNRTSHEQPTATGVTDIELRLAPHNFYLVFGKPSIQFARDRVRGPLIYDVEVEYDDDENLVEHATTLDLTCAVPRRQKI
ELISAPSASPQAVGASKGLALAFQIAATQPPERVRVYAGASVEYRDRDGVRLKTSGVVAAGSVCILDTTETDGLTTVVTN
PLVLPQLLQPLKYEEAASTLTNSTVQRVSYAPLAIEVLVGATEDPINKTQQCAPADKAAHEATPPRSQLLQPSKKQIVQY
TFLEAPEEASLRPASSLGGSEARTSHRFTCKVSKQLLQVGNEVYDLEDVFDDGREDAVRDPGADEEDEEGLCVICLTNQK
DTTILPCRHMCLCNECAAHLRLSDNRCPLCRGYIDRVMTL                                        
>Lmaj_XP_001681373                                                              
MPCPPGSGLAVALAISVGTILFLGGNFLYEWYTQRSEGVQAKEAETGYYRLPPPKDCAAACANAIEEDLLEQSLEFGGGL
TRQDEYSSGRRSRRGMCVCCFERRQRFMFVLCRHICLCEPCLMQAARTYEETVLFGAFDGPVKMPCLVCRKVSYVVKIFA
S                                                                               
>Lmaj_XP_003721619                                                              
MEFRWAAEGKTEELRQWLRKHPERVNVPSKDSNMTLLYTCISNSDHTNLASLQAGWSCCLSTVRMLCEEYKADVLAPNGG
TCNTALHLAASTGAVSILRYLVEVLRTPVDCTNTFGERPVQVAERHGQTECARILAAAAATAASAQSRERAAERCMPVQQ
TPPGGPHDAAAGALEGGSGRFQKVTVSDSDDDDAWRKTSNGGAGAALSQGGLGRERSTDGAGPPSLSTQAMQRGGSSNGA
TAPFISLDGRSVSAVVGEARPPPPSRNPNEASAGNAPGSVGVPFMRASSDCSAFSTLPTPVRSRKEYDISSSRILANPDL
QGFRFAYGDGFKYIQCSDHYEIRGILPYTYRGTVYYTPVIISVYAPTSATDSSENPTGGGPAGGSGAADAALSNRDRPFP
FMGPAGARASKAVSPASNTTAKTYVYCRYRVCINIQSLNGFAISRRAEYVDPISGAIIPAPGDDKYQTLTTYIRNVVVRN
FEAVPPLILPTSSYAFPARPNVSQLGSSGSADVYHHHHSHNAPAFMKSALPKRSAAHIRCATLLRDLSRFGDGLARYVPS
KHRIIAYVPIFSEHKAAVLAMPQERPYATTVGQSPQPAVANAAAAGATTFSAESVAPVAGGKAGVTQQVAVEAVAELQVR
VVIQFSPTRIGGAAGEGDAATDGEACVYAQPPRIYLVDAAASPSTILRDGAAPATAGAAGAPLFSSAPSSLTAQCFAGII
KDRETGEVFAEVLRLSQDSWSASGSVYDILVELQRALRGVLESFAMSYTGRNAGSPPARQEQPSSGSVDCMADSPRGAPV
VPSTLDILFSSPTTQAQLSPSGASGDVSGAVQRSSAGYCLYCVQPLHPSRVLLQPCGHGGLCGLCVQRLQSHCREEVFAC
PVCRGAVQNVLEVFL                                                                 
>Lmaj_XP_001686966                                                              
MGCCCCYPSGFRAARQASSPLQRRPSSVEHRSFEQNVFHPAKQPAKTRYICDLCGVEVDPTLLDGHQEVCRTNHLRTILA
KNAALLSHASIRPSSSVKFHDDAASGDKELCLVCMDRPRSYAFLPCGHISCCQECTKSFDQCPLCRQPREGLCHVSPNVT
AQYECKHCHELIAPTLFDGHREVCSLRQRQTQREAGEAAAAAGAAAVAVGVPVEAAENSAAWQNSTKSMPSRSPPQAAVA



TPPNPMLSTATAPARNPTRSLSHVCLECGKTYGQLVVCAPCGHRVLCYTCSQKRTTCPVCLSEIRDIIVAFD        
>Lmaj_XP_001684717                                                              
MSGGGNRNLGGGGSSGNRNAIGAFSPYSEEVPVECLICADPCRALCVFPCGHYTCYSCGLRIHSLNKGSCPVCRKEATQM
PIITQQVSREEEQFSAEEMASMRRVVTTNRYLRCVIDSPQLAYEVAKLYEYTCPIESCWCQGYQDPFLEVNMLKDHLWVD
HELVYCDVCLQHRPAFLCEQVAYSITALQYHMEGRCRHDRSSFTGHPPCRFCKRANRFYDGESLLKHMQQQHYTCDVCNR
GQFTFTFYASRQKLDQHFQTCHKICDHPDCASLDLMMRVFGNEIDLMVHKQRVHGVKAKVTLSPAMFGEASGSSAGSGPA
GSTPATASNANVIQITFDHVFRVETVEMMPTKENNHRGGRRGGGGGDRGVDRVHAPEENGIPLYYLGSGAFPVLTRSVAS
DAGAASTSARAGGARSNNRSSASSSFAFAVAEDMSNYNVKNKLPTDKQQLEQRLNDMLSKHVRSPVTYAHFRSYTRDFID
SAMLTSEYYDVLAKECFPDPQVFHKVFPLIVATVPVAAKQAALQEVYKMRMAPETQRVARAREEDARKEAEAKAAAARAE
EMRNCKAGKSTSSNNGVSNSTPVGAPSPFGRKNAKGKGAKQNAWLTMDTRSKFGCSSSAPAQHQDPSASAPATAPTASAP
PAAASLKPQSNNGPRGWGSVATASSGTFVTTPAAASVPVSSPAHLGPGLVINEETFPSLPNNGILREPIGKAQRPKANAW
FKR                                                                             
>Lmaj_XP_001683656                                                              
MADLCLGEDFSEELTCAVCLDSWKDPVELMPCGHIFCKACATGLKECPVCRDPIRSTKVPNRTLVNMALQIQVKCRRCQW
RGTREQGMSHVCGASGSGPCAPPTTTPSTMRPPPAPASSSSAAYDYRAPVSSACASYGGYTAPPNLEDFWTSGAPVQPAT
TPAHPRVIEPTGPHPWTLYGLDQSEYDQIVSLFVFFDDNESGNLEPNEVTRLARWLNFANTPQDVKRIFDDMDVEGSGKL
SLGEFLTWLRYNKPNPQALYGLTQSQYNTIMMQFHTYDTNQDGCLEMNEFSRLVQNLGDVRDAVTAQRLFQMIDQDRDGV
ISLHEFLRFRSGKH                                                                  
>Lmaj_XP_001683261                                                              
MEFDALLNTLCLTSFVLFGLWIVAHAVQVVELHFMMQAYTHHKTYIFTIPFVPLITRLFHEMAVPQFLASEAIQRGELPP
AMRTHGHRTPAAVPVEYVDADGAPSLSTLTNFDAVSSASLSPPSPSALSTVLNKSPANTPTDSLRRRAGRTKKERKRKRA
GDGVDRESAQHQEELRQQGSVAVSILDPNLAAAGDLEFSSSPSPAWWAPQLEGRCLVFGLRLPFELLPASRSAPPASAFA
NAEARGVGGSNSTGNRPGSGHGATTRQPTVNLQLKQYQLIPASLVASAAAPSPALHHHTVLSSNAELQTQVAVAQQLSVA
PVRVYTRAAQSRARINTSVVPSPLQCYSSPAASSPSRCTWPGALPLARTPSPHLDFDSIKYAYTQYYQRLLETAVAEQAA
IAHRARKHRKLAKSAQHIATMLMHYLKYARIDDDVEDDVNDGDAEGRAGGGGGSGSAVDTSRAASSKRRTAATPRARAGH
GNASVFPSRIKRRRRARSGKNRGGVGMGAADRPQRSCGPWIPVLGDSAWHHSDKYDAVRRDGDLVSSALSSHSLYHTAAP
LSPSQLLPTQQSSLNSRSSPSLMQPSQTAVVPPPLPPVYELRRGISKRRRRAETPSIADSAVEALEGLVERVRLAQTLRP
RYQSLLCTVRFAAERFIVRRGASEPPTWTPLQTVAAAGVACGGLSSSATDGRGAAKPKTRCSSSSSSLSPYRLHLHRRYG
STSSDSATAVRSPLANSNASASAFGAQGSWTAFGYSDNSVDRRSSGARVPAALSSQISNDFAGGQFPGDTRSFSLLPLRP
SPLTAIPAESRIDSRNNSSFHSHRSDSPSPALALPNAIVTAPTNVSAEIAAALAIPPSIAVSSSSGSTSAANAAIQFLRA
SRLRENNIRAAIAAGAGISAVSPPSLSSILNPSPATSLSSSSFYSAVAAPAATRAPREVGSPHRCAVEADLSMSAEGALP
LSRDVATTGNEPVSLPVDNGDASGKEVQRIGAAVAAAGAVHAPMDEVMTQQTPSRAKDTASRLLRQQRHPQPASSSSEEA
PQRGAASATSPSLQPRSTDLRIVYVIGADRATLLRSLTLDATRSFAAGTRNFLCFFTRKDERRAQRRYMEQLDRQNRAAL
QLLMLHETPADAPQPREQRDRGNTAIGHVHVNSAAPLCNRAEETLLSAGVTAALRSVPGPPWNVRATSWTDVNPPSGGSR
MCGSGSVDGGFGGAGTVNQQPRATRPSKTAFFNVAGADLLALEATPTDSAPATVTAPSAHQCDDSFLSMTQSLEASFRSV
RELSHAAHPGTAEVAAASVAPDNRSSSAPVFAATPSLSMAQPMPTAPAPPAPLAACGDGEAARGAEAEGTLAAHSRSPSL
LSHDSEKPSNTVSVFERPLLTFPSLEGTNNDRAGSAHVERRSSVGEVDSGALLPHQGAADTTAPPPLPSYTEVAEPLHLK
AIIASNPKAGDQGILDHGATDAAATTNPVADADVLPLCLASNSEESAAAGHKHVDVAPPTVSTAASPIPAASAAPKKDSK
ESEKHAAAATAKTDSEAAVIDSVSAHDVRQYLATVGVTLPQQVYLLRDAGALTPLQQLQRSLAASSHHASVLTSRKDTSA
HSTGTDAPTAAVPPTVGGTAAHHRALLSASAAAVLSRGATRVVEGQVEVAELSLDVLRRQISPFVPLVPPPLSDSDGDDG
AGSSMSGSGSDASGARETSESYSRSSGASDDDDGKVVVREDVAGARRSSPFRRRGKPPQKSRTAAAANHHLGHSSKNRGP
AQRSGKASRPQRAHSRRRHQQHSRSSRGHGRTSARSSLKRRRRQHERRRKRHLDRWNRHIQHQRAAANKADSIPVAAGVL
FFTAPPKLPTALARQQRQLLLEELESGERGRLLVPDWALSGSEVAAPATGANEDARQDVQLAPSSSPHNGRSPPRSICVT
LIYAATAEQVAQALVRAAEVAATALKSQSAACDAADGWGHRNREAANLVRSRSPTVAARRRKRTCSGRDSHEFLSSNADN
GLCLSRPSQQRPEAAFMGENWHGHRDVSLASTEAPSKNSLCHSFVSEKLMPRLSRAAFSTVAPDAFVGGENLRNNRPVDV
PPPSLWRILSPNGCSETATFSEESMEDTDFSGRHGGKGDGSTAAPAAAASPLIRIHDRPPSLLLITESSDSAYDYCEGRS
GSGGSATAVGGRWDSLGRDAASDGSGAGTSYDGVGHTGTSVYVEELERSSSSARGSSAHFADSGDADDDVEWASSARVSA
ASVHAAKPPSKSVRFKATEARRGEEDKVDVAHELMNVLRDSACFPDGVPVGVSLAYVRIGNDLYAITEVVDRTFLQYREE
RVIQSRKSREEGDSCSAGDGDDDSLTSLSDSAEDAQADSSLSYSSVSNSSVALDTSFKTLDAALKVIQEQHKAAAQQQYR
RLHRRRAVSASNFGDLSYSLAGSAPLRPGMRRQEVHMCWRCLSAEAAVIFVPCGHYAVCEACAEVLADCCLCRTPILSSV
VLLEHHNSQQAQKPPSEQT                                                             
>Lmaj_XP_001682521                                                              
MGGKNSTQRQGAQLRNGNGGGSTAPGRQAPSNMPPHLADQYDNNSTRQRNQPPGNANNTTPPQQNAPQPPPPPQQQNRSG
NSVGNTAANNGNERGGVQEGQMVKMLATIEASTVSYVPATQVLTFYITSTCGSLTYEIHTGVKEFVQNGTVCYRPNRPKL
EPVKTEIRGPQENRKITLKLDINSLEEKEKSFNKHYPKQMPCVIVLRYKTTEIRKRDDGRDDNNQTEEEVSVEHTEHTSV
DLAEKPKRRVISQIVTAGGNAYTVENLYGVDNDGTAPASDNAGGAVMIGSTIEDEEDGLCVICLTNPKDTAVMPCRHMCM
CKDCGEQLLKHKPVCPVCRAPISTLLHMPSLSSKAAASAA                                        
>Lmaj_XP_001681374                                                              
MALAFSAGALVFAGASALYSWYTQETAQRDQGYYCLPPRDSDTAGETGAAAAFKSSFLTASAAADGARETAAKDVPSHSS
DALSEGCGVSFSGEVDGGHPCVCCLERHQSFMFVQCRHICLCEPCLIQLGRAYEDNKLRAHFDGPVRMPCPVCRTVGYIV
KIFAS                                                                           
>Lmaj_XP_001681294                                                              



MSSAPQHNGAASVIVAERVTHFLMTLLVILGCSGALQYADARLERQAYVAYRTPHLCSYQIMQSVACPDTKPMCCVASSA
IRCCAGTTSCGNCTESIVGYEMPKSSVIIGCFSLSVFVLLGSIIMSGVGRHLAWMLEHRRVIESYRKRLLLLRAEAREFK
KELAETEEKDIDDTVGCVICCARHIDVALTPCGHVCCCHFCAKRLRECPVCRSALQRCFDLPLYYVKQLLSAAEAAEDDN
GGGVSESALSPSEMSTITCDSATVTRARAAREEDPRGADEAAFAPATAEDHAVESAMASLPSNCNCSSSISTRGGIVAGM
HGSTEQSPRSTLRASGTSEMGMVNPFRSRYSRVPYSDEDNDGDGRDKRMGSSTASASPLVRRVPATGAVASPPSEARAAA
VEEADTATSGVNAHHSHVYISVER                                                        
>Lmaj_XP_001681217                                                              
MISEEDSRLFEAAKRAQVSRNTAIHVIENTNSSRILAGAFVRVLLEMPTRNEGYVVARIHSTTAGETYSGFSTNPAQTTN
VYLMLELPPPLAAINGVQYQLNSVSNSSMGEGEFCDWLLMIRNEPTLRVPTVQGLKEVTARLHPYEVSRHRSNFHVSANG
SMAANGRAGVVDTGGNVPHPQLAQQQQQQRSLSARGAARQRRQSLAASSQTMLIPPMLQDGAPLPDSGDALLRRSSAAMY
EGGSSGVIANAESSASAAGSNSNYNVNNRLGRQGTVMTRDYNRNPREDGQASHEMSNPEVPGMSIYTAAPGSQQEQQQRT
VLPLSHGGDDGGVAGESDGGPALAATTSFMTRAATDPNMESEDDEMERRLRQEIMNHLAQECVLFPKEAQGYKLSRLRLL
ERDMIEYLQHVRDEIQGKQENCIVCMDHVPTVILLPCKHKVMCRLCAPSCPTCPVCRSKIAEMFEPEEI           
>Lmaj_XP_888556                                                                 
MEHRPRPELTFAQARYVNTSHPATATFPAACNIFASVSSSGSMALNLLRVAVPALALVMLILWMARFVVMHLEARRMRQQ
ATHWRTLPSYAEVQAMAAALRPTRPASSQEAAEDDTTPAAAAEAGDAMHCIICFSTVVDHPVELLPCGHQQFCARCLVQI
WQCSGIYRRLRCPLCRQPAELVCPVIVANSKPSVDDVLLLQNYNGGFCGTKKVSLLDCCVLRLRVITHARLLPIVIGLRI
AVLHATMFAYMLMPTSLTEVVDGAVQQQQAVKPNVPSSALAAAYASVVRVFTVVVYTAARYADDFFLVAVSIILTGHLLQ
SALFKDLKL                                                                       
                                                                                
                                                                                
*******zf-C3HC4***********                                                      
>Hsap_ENSP00000233630                                                           
MASPQGGQIAIAMRLRNQLQSVYKMDPLRNEEEVRVKIKDLNEHIVCCLCAGYFVDATTITECLHTFCKSCIVKYLQTSK
YCPMCNIKIHETQPLLNLKLDRVMQDIVYKLVPGLQDSEEKRIREFYQSRGLDRVTQPTGEEPALSNLGLPFSSFDHSKA
HYYRYDEQLNLCLERLSSGKDKNKSVLQNKYVRCSVRAEVRHLRRVLCHRLMLNPQHVQLLFDNEVLPDHMTMKQIWLSR
WFGKPSPLLLQYSVKEKRR                                                             
>Hsap_ENSP00000256649                                                           
MSENRKPLLGFVSKLTSGTALGNSGKTHCPLCLGLFKAPRLLPCLHTVCTTCLEQLEPFSVVDIRGGDSDTSSEGSIFQE
LKPRSLQSQIGILCPVCDAQVDLPMGGVKALTIDHLAVNDVMLESLRGEGQGLVCDLCNDREVEKRCQTCKANLCHFCCQ
AHRRQKKTTYHTMVDLKDLKGYSRIGKPILCPVHPAEELRLFCEFCDRPVCQDCVVGEHREHPCDFTSNVIHKHGDSVWE
LLKGTQPHVEALEEALAQIHIINSALQKRVEAVAADVRTFSEGYIKAIEEHRDKLLKQLEDIRAQKENSLQLQKAQLEQL
LADMRTGVEFTEHLLTSGSDLEILITKRVVVERLRKLNKVQYSTRPGVNDKIRFCPQEKAGQCRGYEIYGTINTKEVDPA
KCVLQGEDLHRAREKQTASFTLLCKDAAGEIMGRGGDNVQVAVVPKDKKDSPVRTMVQDNKDGTYYISYTPKEPGVYTVW
VCIKEQHVQGSPFTVMVRRKHRPHSGVFHCCTFCSSGGQKTARCACGGTMPGGYLGCGHGHKGHPGHPHWSCCGKFNEKS
ECTWTGGQSAPRSLLRTVAL                                                            
>Hsap_ENSP00000261464                                                           
MAYSEEHKGMPCGFIRQNSGNSISLDFEPSIEYQFVERLEERYKCAFCHSVLHNPHQTGCGHRFCQHCILSLRELNTVPI
CPVDKEVIKSQEVFKDNCCKREVLNLYVYCSNAPGCNAKVILGRYQDHLQQCLFQPVQCSNEKCREPVLRKDLKEHLSAS
CQFRKEKCLYCKKDVVVINLQNHEENLCPEYPVFCPNNCAKIILKTEVDEHLAVCPEAEQDCPFKHYGCAVTDKRRNLQQ
HEHSALREHMRLVLEKNVQLEEQISDLHKSLEQKESKIQQLAETIKKLEKEFKQFAQLFGKNGSFLPNIQVFASHIDKSA
WLEAQVHQLLQMVNQQQNKFDLRPLMEAVDTVKQKITLLENNDQRLAVLEEETNKHDTHINIHKAQLSKNEERFKLLEGT
CYNGKLIWKVTDYKMKKREAVDGHTVSIFSQSFYTSRCGYRLCARAYLNGDGSGRGSHLSLYFVVMRGEFDSLLQWPFRQ
RVTLMLLDQSGKKNIMETFKPDPNSSSFKRPDGEMNIASGCPRFVAHSVLENAKNAYIKDDTLFLKVAVDLTDLEDL   
>Hsap_ENSP00000262395                                                           
MPGFDYKFLEKPKRRLLCPLCGKPMREPVQVSTCGHRFCDTCLQEFLSEGVFKCPEDQLPLDYAKIYPDPELEVQVLGLP
IRCIHSEEGCRWSGPLRHLQGHLNTCSFNVIPCPNRCPMKLSRRDLPAHLQHDCPKRRLKCEFCGCDFSGEAYESHEGMC
PQESVYCENKCGARMMRRLLAQHATSECPKRTQPCTYCTKEFVFDTIQSHQYQCPRLPVACPNQCGVGTVAREDLPGHLK
DSCNTALVLCPFKDSGCKHRCPKLAMARHVEESVKPHLAMMCALVSRQRQELQELRRELEELSVGSDGVLIWKIGSYGRR
LQEAKAKPNLECFSPAFYTHKYGYKLQVSAFLNGNGSGEGTHLSLYIRVLPGAFDNLLEWPFARRVTFSLLDQSDPGLAK
PQHVTETFHPDPNWKNFQKPGTWRGSLDESSLGFGYPKFISHQDIRKRNYVRDDAVFIRAAVELPRKILS          
>Hsap_ENSP00000269383                                                           
MAAQLLEEKLTCAICLGLYQDPVTLPCGHNFCGACIRDWWDRCGKACPECREPFPDGAELRRNVALSGVLEVVRAGPARD
PGPDPGPGPDPAARCPRHGRPLELFCRTEGRCVCSVCTVRECRLHERALLDAERLKREAQLRASLEVTQQQATQAEGQLL
ELRKQSSQIQNSACILASWVSGKFSSLLQALEIQHTTALRSIEVAKTQALAQARDEEQRLRVHLEAVARHGCRIRELLEQ
VDEQTFLQESQLLQPPGPLGPLTPLQWDEDQQLGDLKQLLSRLCGLLLEEGSHPGAPAKPVDLAPVEAPGPLAPVPSTVC
PLRRKLWQNYRNLTFDPVSANRHFYLSRQDQQVKHCRQSRGPGGPGSFELWQVQCAQSFQAGHHYWEVRASDHSVTLGVS
YPQLPRCRLGPHTDNIGRGPCSWGLCVQEDSLQAWHNGEAQRLPGVSGRLLGMDLDLASGCLTFYSLEPQTQPLYTFHAL
FNQPLTPVFWLLEGRTLTLCHQPGAVFPLGPQEEVLS                                           
>Hsap_ENSP00000284551                                                           
MAAPDLSTNLQEEATCAICLDYFTDPVMTDCGHNFCRECIRRCWGQPEGPYACPECRELSPQRNLRPNRPLAKMAEMARR
LHPPSPVPQGVCPAHREPLAAFCGDELRLLCAACERSGEHWAHRVRPLQDAAEDLKAKLEKSLEHLRKQMQDALLFQAQA



DETCVLWQKMVESQRQNVLGEFERLRRLLAEEEQQLLQRLEEEELEVLPRLREGAAHLGQQSAHLAELIAELEGRCQLPA
LGLLQDIKDALRRVQDVKLQPPEVVPMELRTVCRVPGLVETLRRFRGDVTLDPDTANPELILSEDRRSVQRGDLRQALPD
SPERFDPGPCVLGQERFTSGRHYWEVEVGDRTSWALGVCRENVNRKEKGELSAGNGFWILVFLGSYYNSSERALAPLRDP
PRRVGIFLDYEAGHLSFYSATDGSLLFIFPEIPFSGTLRPLFSPLSSSPTPMTICRPKGGSGDTLAPQ            
>Hsap_ENSP00000295033                                                           
MEAVELARKLQEEATCSICLDYFTDPVMTTCGHNFCRACIQLSWEKARGKKGRRKRKGSFPCPECREMSPQRNLLPNRLL
TKVAEMAQQHPGLQKQDLCQEHHEPLKLFCQKDQSPICVVCRESREHRLHRVLPAEEAVQGYKLKLEEDMEYLREQITRT
GNLQAREEQSLAEWQGKVKERRERIVLEFEKMNLYLVEEEQRLLQALETEEEETASRLRESVACLDRQGHSLELLLLQLE
ERSTQGPLQMLQDMKEPLSRKNNVSVQCPEVAPPTRPRTVCRVPGQIEVLRGFLEDVVPDATSAYPYLLLYESRQRRYLG
SSPEGSGFCSKDRFVAYPCAVGQTAFSSGRHYWEVGMNITGDALWALGVCRDNVSRKDRVPKCPENGFWVVQLSKGTKYL
STFSALTPVMLMEPPSHMGIFLDFEAGEVSFYSVSDGSHLHTYSQATFPGPLQPFFCLGAPKSGQMVISTVTMWVKG   
>Hsap_ENSP00000302120                                                           
MAENWKNCFEEELICPICLHVFVEPVQLPCKHNFCRGCIGEAWAKDSGLVRCPECNQAYNQKPGLEKNLKLTNIVEKFNA
LHVEKPPAALHCVFCRRGPPLPAQKVCLRCEAPCCQSHVQTHLQQPSTARGHLLVEADDVRAWSCPQHNAYRLYHCEAEQ
VAVCQYCCYYSGAHQGHSVCDVEIRRNEIRKMLMKQQDRLEEREQDIEDQLYKLESDKRLVEEKVNQLKEEVRLQYEKLH
QLLDEDLRQTVEVLDKAQAKFCSENAAQALHLGERMQEAKKLLGSLQLLFDKTEDVSFMKNTKSVKILMDRTQTCTSSSL
SPTKIGHLNSKLFLNEVAKKEKQLRKMLEGPFSTPVPFLQSVPLYPCGVSSSGAEKRKHSTAFPEASFLETSSGPVGGQY
GAAGTASGEGQSGQPLGPCSSTQHLVALPGGAQPVHSSPVFPPSQYPNGSAAQQPMLPQYGGRKILVCSVDNCYCSSVAN
HGGHQPYPRSGHFPWTVPSQEYSHPLPPTPSVPQSLPSLAVRDWLDASQQPGHQDFYRVYGQPSTKHYVTS         
>Hsap_ENSP00000307265                                                           
MASVQASRRQWCYLCDLPKMPWAMVWDFSEAVCRGCVNFEGADRIELLIDAARQLKRSHVLPEGRSPGPPALKHPATKDL
AAAAAQGPQLPPPQAQPQPSGTGGGVSGQDRYDRATSSGRLPLPSPALEYTLGSRLANGLGREEAVAEGARRALLGSMPG
LMPPGLLAAAVSGLGSRGLTLAPGLSPARPLFGSDFEKEKQQRNADCLAELNEAMRGRAEEWHGRPKAVREQLLALSACA
PFNVRFKKDHGLVGRVFAFDATARPPGYEFELKLFTEYPCGSGNVYAGVLAVARQMFHDALREPGKALASSGFKYLEYER
RHGSGEWRQLGELLTDGVRSFREPAPAEALPQQYPEPAPAALCGPPPRAPSRNLAPTPRRRKASPEPEGEAAGKMTTEEQ
QQRHWVAPGGPYSAETPGVPSPIAALKNVAEALGHSPKDPGGGGGPVRAGGASPAASSTAQPPTQHRLVARNGEAEVSPT
AGAEAVSGGGSGTGATPGAPLCCTLCRERLEDTHFVQCPSVPGHKFCFPCSREFIKAQGPAGEVYCPSGDKCPLVGSSVP
WAFMQGEIATILAGDIKVKKERDP                                                        
>Hsap_ENSP00000316628                                                           
METLSQDSLLECQICFNYYSPRRRPKLLDCKHTCCSVCLQQMRTSQKDVRCPWCRGVTKLPPGFSVSQLPDDPEVLAVIA
IPHTSEHTPVFIKLPSNGCYMLPLPISKERALLPGDMGCRLLPGSQQKSVTVVTIPAEQQPLQGGAPQEAVEEEQDRRGV
VKSSTWSGVCTVILVACVLVFLLGIVLHNMSCISKRFTVISCG                                     
>Hsap_ENSP00000318944                                                           
MSSGKSARYNRFSGGPSNLPTPDVTTGTRMETTFGPAFSAVTTITKADGTSTYKQHCRTPSSSSTLAYSPRDEEDSMPPI
STPRRSDSAISVRSLHSESSMSLRSTFSLPEEEEEPEPLVFAEQPSVKLCCQLCCSVFKDPVITTCGHTFCRRCALKSEK
CPVDNVKLTVVVNNIAVAEQIGELFIHCRHGCRVAGSGKPPIFEVDPRGCPFTIKLSARKDHEGSCDYRPVRCPNNPSCP
PLLRMNLEAHLKECEHIKCPHSKYGCTFIGNQDTYETHLETCRFEGLKEFLQQTDDRFHEMHVALAQKDQEIAFLRSMLG
KLSEKIDQLEKSLELKFDVLDENQSKLSEDLMEFRRDASMLNDELSHINARLNMGILGSYDPQQIFKCKGTFVGHQGPVW
CLCVYSMGDLLFSGSSDKTIKVWDTCTTYKCQKTLEGHDGIVLALCIQGCKLYSGSADCTIIVWDIQNLQKVNTIRAHDN
PVCTLVSSHNVLFSGSLKAIKVWDIVGTELKLKKELTGLNHWVRALVAAQSYLYSGSYQTIKIWDIRTLDCIHVLQTSGG
SVYSIAVTNHHIVCGTYENLIHVWDIESKEQVRTLTGHVGTVYALAVISTPDQTKVFSASYDRSLRVWSMDNMICTQTLL
RHQGSVTALAVSRGRLFSGAVDSTVKVWTC                                                  
>Hsap_ENSP00000320869                                                           
MAAVAMTPNPVQTLQEEAVCAICLDYFTDPVSIGCGHNFCRVCVTQLWGGEDEEDRDELDREEEEEDGEEEEVEAVGAGA
GWDTPMRDEDYEGDMEEEVEEEEEGVFWTSGMSRSSWDNMDYVWEEEDEEEDLDYYLGDMEEEDLRGEDEEDEEEVLEEV
EEEDLDPVTPLPPPPAPRRCFTCPQCRKSFPRRSFRPNLQLANMVQVIRQMHPTPGRGSRVTDQGICPKHQEALKLFCEV
DEEAICVVCRESRSHKQHSVVPLEEVVQEYKAKLQGHVEPLRKHLEAVQKMKAKEERRVTELKSQMKSELAAVASEFGRL
TRFLAEEQAGLERRLREMHEAQLGRAGAAASRLAEQAAQLSRLLAEAQERSQQGGLRLLQDIKETFNRCEEVQLQPPEVW
SPDPCQPHSHDFLTDAIVRKMSRMFCQAARVDLTLDPDTAHPALMLSPDRRGVRLAERRQEVADHPKRFSADCCVLGAQG
FRSGRHYWEVEVGGRRGWAVGAARESTHHKEKVGPGGSSVGSGDASSSRHHHRRRRLHLPQQPLLQREVWCVGTNGKRYQ
AQSSTEQTLLSPSEKPRRFGVYLDYEAGRLGFYNAETLAHVHTFSAAFLGERVFPFFRVLSKGTRIKLCP          
>Hsap_ENSP00000322885                                                           
MAMAPSPSLVQVYTSPAAVAVWEWQDGLGTWHPYSATVCSFIEQQFVQQKGQRFGLGSLAHSIPLGQADPSLAPYIIDLP
SWTQFRQDTGTMRAVRRHLFPQHSAPGRGVVWEWLSDDGSWTAYEASVCDYLEQQVARGNQLVDLAPLGYNYTVNYTTHT
QTNKTSSFCRSVRRQAGPPYPVTTIIAPPGHTGVACSCHQCLSGSRTGPVSGRYRHSMTNLPAYPVPQHPPHRTASVFGT
HQAFAPYNKPSLSGARSAPRLNTTNAWGAAPPSLGSQPLYRSSLSHLGPQHLPPGSSTSGAVSASLPSGPSSSPGSVPAT
VPMQMPKPSRVQQALAGMTSVLMSAIGLPVCLSRAPQPTSPPASRLASKSHGSVKRLRKMSVKGATPKPEPEPEQVIKNY
TEELKVPPDEDCIICMEKLSTASGYSDVTDSKAIGSLAVGHLTKCSHAFHLLCLLAMYCNGNKDGSLQCPSCKTIYGEKT
GTQPQGKMEVLRFQMSLPGHEDCGTILIVYSIPHGIQGPEHPNPGKPFTARGFPRQCYLPDNAQGRKVLELLKVAWKRRL
IFTVGTSSTTGETDTVVWNEIHHKTEMDRNITGHGYPDPNYLQNVLAELAAQGVTEDCLEQQ                  
>Hsap_ENSP00000332152                                                           
MAGYATTPSPMQTLQEEAVCAICLDYFKDPVSISCGHNFCRGCVTQLWSKEDEEDQNEEEDEWEEEEDEEAVGAMDGWDG



SIREVLYRGNADEELFQDQDDDELWLGDSGITNWDNVDYMWDEEEEEEEEDQDYYLGGLRPDLRIDVYREEEILEAYDED
EDEELYPDIHPPPSLPLPGQFTCPQCRKSFTRRSFRPNLQLANMVQIIRQMCPTPYRGNRSNDQGMCFKHQEALKLFCEV
DKEAICVVCRESRSHKQHSVLPLEEVVQEYQEIKLETTLVGILQIEQESIHSKAYNQ                       
>Hsap_ENSP00000332284                                                           
MEVSTNPSSNIDPGDYVEMNDSITHLPSKVVIQDITMELHCPLCNDWFRDPLMLSCGHNFCEACIQDFWRLQAKETFCPE
CKMLCQYNNCTFNPVLDKLVEKIKKLPLLKGHPQCPEHGENLKLFSKPDGKLICFQCKDARLSVGQSKEFLQISDAVHFF
TEELAIQQGQLETTLKELQTLRNMQKEAIAAHKENKLHLQQHVSMEFLKLHQFLHSKEKDILTELREEGKALNEEMELNL
SQLQEQCLLAKDMLVSIQAKTEQQNSFDFLKDITTLLHSLEQGMKVLATRELISRKLNLGQYKGPIQYMVWREMQDTLCP
GLSPLTLDPKTAHPNLVLSKSQTSVWHGDIKKIMPDDPERFDSSVAVLGSRGFTSGKWYWEVEVAKKTKWTVGVVRESII
RKGSCPLTPEQGFWLLRLRNQTDLKALDLPSFSLTLTNNLDKVGIYLDYEGGQLSFYNAKTMTHIYTFSNTFMEKLYPYF
CPCLNDGGENKEPLHILHPQ                                                            
>Hsap_ENSP00000332288                                                           
MEFVTALADLRAEASCPICLDYLKDPVTISCGHNFCLSCIIMSWKDLHDSFPCPFCHFCCPERKFISNPQLGSLTEIAKQ
LQIRSKKRKRQEEKHVCKKHNQVLTFFCQKDLELLCPRCSLSTDHQHHCVWPIKKAASYHRKKLEEYNAPWKERVELIEK
VITMQTRKSLELKKKMESPSVTRLECSCTISAHFNLRLPGSSDSSASGS                               
>Hsap_ENSP00000332969                                                           
MDSDDLQVFQNELICCICVNYFIDPVTIDCGHSFCRPCLCLCSEEGRAPMRCPSCRKTSEKPNFNTNLVLKKLSSLARQT
RPQNINSSDNICVLHEETKELFCEADKRLLCGPCSESPEHMAHSHSPIGWAAEECREKLIKEMDYLWEINQETRNNLNQE
TSTFHSLKDYVSVRKRIITIQYQKMPIFLDEEEQRHLQALEREAEELFQQLQDSQVRMTQHLERMKDMYRELWETCHMPD
VVLLQDVRNVSARTDLAQMQKPQPVNPELTSWCITGVLDMLNNFRVDSALSTEMIPCYISLSEDVRYVIFGDDHLSAPTD
PQGVDSFAVWGAQAFTSGKHYWEVDVTLSSNWILGVCRDSRTADANFVIDSDERFFLISSKRSNHYSLSTNSPPLIQYVQ
RPLGRVGVFLDYDNGSVSFFDVSKGSLIYGFPPSSFSSPLRPFFCFGCT                               
>Hsap_ENSP00000334657                                                           
MAEGEDMQTFTSIMDALVRISTSMKNMEKELLCPVCQEMYKQPLVLPCTHNVCQACAREVLGQQGYIGHGGDPSSEPTSP
ASTPSTRSPRLSRRTLPKPDRLDRLLKSGFGTYPGRKRGALHPQVIMFPCPACQGDVELGERGLAGLFRNLTLERVVERY
RQSVSVGGAILCQLCKPPPLEATKGCTECRATFCNECFKLFHPWGTQKAQHEPTLPTLSFRPKGLMCPDHKEEVTHYCKT
CQRLVCQLCRVRRTHSGHKITPVLSAYQALKDKLTKSLTYILGNQDTVQTQICELEEAVRHTEVSGQQAKEEVSQLVRGL
GAVLEEKRASLLQAIEECQQERLARLSAQIQEHRSLLDGSGLVGYAQEVLKETDQPCFVQAAKQLHNRIARATEALQTFR
PAASSSFRHCQLDVGREMKLLTELNFLRVPEAPVIDTQRTFAYDQIFLCWRLPPHSPPAWHYTVEFRRTDVPAQPGPTRW
QRREEVRGTSALLENPDTGSVYVLRVRGCNKAGYGEYSEDVHLHTPPAPVLHFFLDSRWGASRERLAISKDQRAVRSVPG
LPLLLAADRLLTGCHLSVDVVLGDVAVTQGRSYWACAVDPASYLVKVGVGLESKLQESFQGAPDVISPRYDPDSGHDSGA
EDATVEASPPFAFLTIGMGKILLGSGASSNAGLTGRDGPTAGCTVPLPPRLGICLDYERGRVSFLDAVSFRGLLECPLDC
SGPVCPAFCFIGGGAVQLQEPVGTKPERKVTIGGFAKLD                                         
>Hsap_ENSP00000337500                                                           
MATQRKHLVKDFNPYITCYICKGYLIKPTTVTECLHTFCKTCIVQHFEDSNDCPRCGNQVHETNPLEMLRLDNTLEEIIF
KLVPGLREQELERESEFWKKNKPQENGQDDTSKADKPKVDEEGDENEDDKDYHRSDPQIAICLDCLRNNGQSGDNVVKGL
MKKFIRCSTRVTVGTIKKFLSLKLKLPSSYELDVLCNGEIMGKDHTMEFIYMTRWRLRGENFRCLNCSASQVCSQDGPLY
QSYPMVLQYRPRIDFG                                                                
>Hsap_ENSP00000343765                                                           
MEFVTALVNLQEESSCPICLEYLKDPVTINCGHNFCRSCLSVSWKDLDDTFPCPVCRFCFPYKSFRRNPQLRNLTEIAKQ
LQIRRSKRKRQKENAMCEKHNQFLTLFCVKDLEILCTQCSFSTKHQKHYICPIKKAASYHREILEGSLEPLRNNIERVEK
VIILQGSKSVELKKKVEYKREEINSEFEQIRLFLQNEQEMILRQIQDEEMNILAKLNENLVELSDYVSTLKHLLREVEGK
SVQSNLELLTQAKSMHHKYQNLKCPELFSFRLTKYGFSLPPQYSGLDRIIKPFQVDVILDLNTAHPQLLVSEDRKAVRYE
RKKRNICYDPRRFYVCPAVLGSQRFSSGRHYWEVEVGNKPKWILGVCQDCLLRNWQDQPSVLGGFWAIGRYMKSGYVASG
PKTTQLLPVVKPSKIGIFLDYELGDLSFYNMNDRSILYTFNDCFTEAVWPYFYTGTDSEPLKICSVSDSER         
>Hsap_ENSP00000348216                                                           
MEAEDIQEELTCPICLDYFQDPVSIECGHNFCRGCLHRNWAPGGGPFPCPECRHPSAPAALRPNWALARLTEKTQRRRLG
PVPPGLCGRHWEPLRLFCEDDQRPVCLVCRESQEHQTHAMAPIDEAFESYRTGNFDIHVDEWKRRLIRLLLYHFKQEEKL
LKSQRNLVAKMKKVMHLQDVEVKNATQWKDKIKSQRMRISTEFSKLHNFLVEEEDLFLQRLNKEEEETKKKLNENTLKLN
QTIASLKKLILEVGEKSQAPTLELLQNPKEVLTRSEIQDVNYSLEAVKVKTVCQIPLMKEMLKRFQVAVNLAEDTAHPKL
VFSQEGRYVKNTASASSWPVFSSAWNYFAGWRNPQKTAFVERFQHLPCVLGKNVFTSGKHYWEVESRDSLEVAVGVCRED
VMGITDRSKMSPDVGIWAIYWSAAGYWPLIGFPGTPTQQEPALHRVGVYLDRGTGNVSFYSAVDGVHLHTFSCSSVSRLR
PFFWLSPLASLVIPPVTDRK                                                            
>Hsap_ENSP00000349543                                                           
MASRKENAKSANRVLRISQLDALELNKALEQLVWSQFTQCFHGFKPGLLARFEPEVKACLWVFLWRFTIYSKNATVGQSV
LNIKYKNDFSPNLRYQPPSKNQKIWYAVCTIGGRWLEERCYDLFRNHHLASFGKVKQCVNFVIGLLKLGGLINFLIFLQR
GKFATLTERLLGIHSVFCKPQNICEVGFEYMNRELLWHGFAEFLIFLLPLINVQKLKAKLSSWCIPLTGAPNSDNTLATS
GKECALCGEWPTMPHTIGCEHIFCYFCAKSSFLFDVYFTCPKCGTEVHSLQPLKSGIEMSEVNAL               
>Hsap_ENSP00000352685                                                           
MAAASVTPPGSLELLQPGFSKTLLGTKLEAKYLCSACRNVLRRPFQAQCGHRYCSFCLASILSSGPQNCAACVHEGIYEE
GISILESSSAFPDNAARREVESLPAVCPSDGCTWKGTLKEYEVKMPACGMVTEAPAVGSRPRSPSSYDLVLHVPLTGAEA
CLMSVEEETELLLRSCHEGRCPLMLTECPACKGLVRLGEKERHLEHECPERSLSCRHCRAPCCGADVKAHHEVCPKFPLT



CDGCGKKKIPREKFQDHVKTCGKCRVPCRFHAIGCLETVEGEKQQEHEVQWLREHLAMLLSSVLEAKPLLGDQSHAGSEL
LQRCESLEKKTATFENIVCVLNREVERVAMTAEACSRQHRLDQDKIEALSSKVQQLERSIGLKDLAMADLEQKVLEMEAS
TYDGVFIWKISDFARKRQEAVAGRIPAIFSPAFYTSRYGYKMCLRIYLNGDGTGRGTHLSLFFVVMKGPNDALLRWPFNQ
KVTLMLLDQNNREHVIDAFRPDVTSSSFQRPVNDMNIASGCPLFCPVSKMEAKNSYVRDDAIFIKAIVDLTGL       
>Hsap_ENSP00000354033                                                           
MHRTTRIKITELNPHLMCALCGGYFIDATTIVECLHSFCKTCIVRYLETNKYCPMCDVQVHKTRPLLSIRSDKTLQDIVY
KLVPGLFKDEMKRRRDFYAAYPLTEVPNGSNEDRGEVLEQEKGALSDDEIVSLSIEFYEGARDRDEKKGPLENGDGDKEK
TGVRFLRCPAAMTVMHLAKFLRNKMDVPSKYKVEVLYEDEPLKEYYTLMDIAYIYPWRRNGPLPLKYRVQPACKRLTLAT
VPTPSEGTNTSGASECESVSDKAPSPATLPATSSSLPSPATPSHGSPSSHGPPATHPTSPTPPSTASGATTAANGGSLNC
LQTPSSTSRGRKMTVNGAPVPPLT                                                        
>Hsap_ENSP00000354724                                                           
MLTRKIKLWDINAHITCRLCSGYLIDATTVTECLHTFCRSCLVKYLEENNTCPTCRIVIHQSHPLQYIGHDRTMQDIVYK
LVPGLQEAEMRKQREFYHKLGMEVPGDIKGETCSAKQHLDSHRNGETKADDSSNKEAAEEKPEEDNDYHRSDEQVSICLE
CNSSKLRGLKRKWIRCSAQATVLHLKKFIAKKLNLSSFNELDILCNEEILGKDHTLKFVVVTRWRFKKAPLLLHYRPKMD
LL                                                                              
>Hsap_ENSP00000358862                                                           
MEGVAVVTAGSVGAAKTEGAAALPPPPPVSPPALTPAPAAGEEGPAPLSETGAPGCSGSRPPELEPERSLGRFRGRFEDE
DEELEEEEELEEEEEEEEEDMSHFSLRLEGGRQDSEDEEERLINLSELTPYILCSICKGYLIDATTITECLHTFCKSCIV
RHFYYSNRCPKCNIVVHQTQPLYNIRLDRQLQDIVYKLVINLEEREKKQMHDFYKERGLEVPKPAVPQPVPSSKGRSKKV
LESVFRIPPELDMSLLLEFIGANEGTGHFKPLEKKFVRVSGEATIGHVEKFLRRKMGLDPACQVDIICGDHLLEQYQTLR
EIRRAIGDAAMQDGLLVLHYGLVVSPLKIT                                                  
>Hsap_ENSP00000360690                                                           
MESVRIEQMLSLPAEVSSDNLESAERGASAAQVDMGPHPKVAAEGPAPLPTREPEQEQSPGTSTPESKVLLTQADALASR
GRIREALEVYRQLSERQQLVAEQLEQLVRCLAEKVPQGEALAPAPPDEGSTASGTVAAEETGAAAAAAATEVWDGFKCRK
CHGFLSDPVSLSCGHTFCKLCLERGRAADRRCALCGVKLSALMVATGRARGARRAGQQPPPPLRVNVVLSGLLGKLFPGP
ARASQLRHEGNRLYRERQVEAALLKYNEAVKLAPNDHLLYSNRSQIYFTLESHENALHDAEIACKLRPMGFKAHFRKAQA
LATLGKVEEALREFLYCVSLDGKNKRARCEAQRDNLELPHCSSQEEAAARGDGSSLMDPAKVKGDGQQHHMKDQEEEEEK
WDATSPKAASSKTGKCQEKKRKHCQIESQEETGMPNKASKQDPPTDQGDKPALSLPLASFDASDLECALCMRLFYEPVTT
PCGHTFCLKCLERCLDHNAKCPLCKDGLSQCLASRKYSKNVIMEELIAKFLPEELKERRKLYEEEMEELSNLNKNVPIFV
CTMAYPTVPCPLHIFEPCYRLMIRRCIETGTRQFGMCLGDPVKGFAEYGCILEIRNVQFFADGRSVVDSIGKRRFRVLHQ
SQRDGYNTADIEYIEDQKVQGEDCAELMGLHNCVYQQASLWFHSLKLSLKNRILNHFGPMPEKDADPQMNPNGPAWCWWM
LAVLPLESRAQLPFLAMRSLKDRLNGIRRVLAFISRNQN                                         
>Hsap_ENSP00000363787                                                           
MTTPANAQNASKTWELSLYELHRTPQEAIMDGTEIAVSPRSLHSELMCPICLDMLKNTMTTKECLHRFCSDCIVTALRSG
NKECPTCRKKLVSKRSLRPDPNFDALISKIYPSREEYEAHQDRVLIRLSRLHNQQALSSSIEEGLRMQAMHRAQRVRRPI
PGSDQTTTMSGGEGEPGEGEGDGEDVSSDSAPDSAPGPAPKRPRGGGAGGSSVGTGGGGTGGVGGGAGSEDSGDRGGTLG
GGTLGPPSPPGAPSPPEPGGEIELVFRPHPLLVEKGEYCQTRYVKTTGNATVDHLSKYLALRIALERRQQQEAGEPGGPG
GGASDTGGPDGCGGEGGGAGGGDGPEEPALPSLEGVSEKQYTIYIAPGGGAFTTLNGSLTLELVNEKFWKVSRPLELCYA
PTKDPK                                                                          
>Hsap_ENSP00000365844                                                           
MAETSLLEAGASAASTAAALENLQVEASCSVCLEYLKEPVIIECGHNFCKACITRWWEDLERDFPCPVCRKTSRYRSLRP
NRQLGSMVEIAKQLQAVKRKIRDESLCPQHHEALSLFCYEDQEAVCLICAISHTHRAHTVVPLDDATQEYKEKLQKCLEP
LEQKLQEITRCKSSEEKKPGELKRLVESRRQQILREFEELHRRLDEEQQVLLSRLEEEEQDILQRLRENAAHLGDKRRDL
AHLAAEVEGKCLQSGFEMLKDVKSTLEKNIPRKFGGSLSTICPRDHKALLGLVKEINRCEKVKTMEVTSVSIELEKNFSN
FPRQYFALRKILKQLIADVTLDPETAHPNLVLSEDRKSVKFVETRLRDLPDTPRRFTFYPCVLATEGFTSGRHYWEVEVG
DKTHWAVGVCRDSVSRKGELTPLPETGYWRVRLWNGDKYAATTTPFTPLHIKVKPKRVGIFLDYEAGTLSFYNVTDRSHI
YTFTDTFTEKLWPLFYPGIRAGRKNAAPLTIRPPTDWE                                          
>Hsap_ENSP00000366404                                                           
MASGSVAECLQQETTCPVCLQYFAEPMMLDCGHNICCACLARCWGTAETNVSCPQCRETFPQRHMRPNRHLANVTQLVKQ
LRTERPSGPGGEMGVCEKHREPLKLYCEEDQMPICVVCDRSREHRGHSVLPLEEAVEGFKEQIQNQLDHLKRVKDLKKRR
RAQGEQARAELLSLTQMEREKIVWEFEQLYHSLKEHEYRLLARLEELDLAIYNSINGAITQFSCNISHLSSLIAQLEEKQ
QQPTRELLQDIGDTLSRAERIRIPEPWITPPDLQEKIHIFAQKCLFLTESLKQFTEKMQSDMEKIQELREAQLYSVDVTL
DPDTAYPSLILSDNLRQVRYSYLQQDLPDNPERFNLFPCVLGSPCFIAGRHYWEVEVGDKAKWTIGVCEDSVCRKGGVTS
APQNGFWAVSLWYGKEYWALTSPMTALPLRTPLQRVGIFLDYDAGEVSFYNVTERCHTFTFSHATFCGPVRPYFSLSYSG
GKSAAPLIICPMSGIDGFSGHVGNHGHSMETSP                                               
>Hsap_ENSP00000367173                                                           
MSGAIFGPLEGPSSLDAPSIHPLVCPLCHVQYERPCLLDCFHDFCAGCLRGRATDGRLTCPLCQHQTVLKGPSGLPPVDR
LLQFLVDSSGDGVEAVRCANCDLECSEQDVETTYFCNTCGQPLCARCRDETHRARMFARHDIVALGQRSRDVPQKCTLHA
EPYLLFSTDKKLLLCIRCFRDMQKESRAHCVDLESAYVQGCERLEQAVLAVKALQTATREAIALLQAMVEEVRHSAAEEE
DAIHALFGSMQDRLAERKALLLQAVQSQYEEKDKAFKEQLSHLATLLPTLQVHLVICSSFLSLANKAEFLDLGYELMERL
QGIVTRPHHLRPIQSSKIASDHRAEFARCLEPLLLLGPRRVAAAASGANTLAGGLGPKALTGPHCPSPVGKMSGSPVQKP
TLHRSISTKVLLAEGENTPFAEHCRHYEDSYRHLQAEMQSLKDQVQELHRDLTKHHSLIKAEIMGDVLHKSLQLDVQIAS



EHASLEGMRVVFQEIWEEAYQRVANEQEIYEAQLHDLLQLRQENAYLTTITKQITPYVRSIAKVKERLEPRFQAPVDEQS
ESLQNTHDDSRNNAASARNNPGSVPEKREKTSEPKGNSWAPNGLSEEPLLKNMDHHRSKQKNGGDVPTWREHPT      
>Hsap_ENSP00000381298                                                           
MSSPAVARTSPGGSREMAPAPQGRGRFWEVGGGSGHRLERAAAESERWELLLRRGELLALGGHLKGALEAFAAALRRGAP
ARPECLGALVDCLVFNYRLRHGLGWSAAPVAGADGGAGGLLRCLGCRGFLSEPVTVPCGHSYCRRCLRRELRARCRLCRD
RLPPATASATDAEGTAPRPPPLAAAIAASDFRTSVVLNHLAEKWFPGQRERARAAGRLGELLHQGRYREALAAACEALRA
EPSDLIVKIYRAESYAGLQEFKAAIEDLNAVLFQLPDWPEVYFRKGKVLCDAGFLGDALQLFLQCLALDEDFAPAKLQVQ
KILCDLLLPENLKEGLKESSWSSLPCTKNRPFDFHSVMEESQSLNEPSPKQSEEIPEVTSEPVKGSLNRAQSAQSINSTE
MPAREDCLKRVSSEPVLSVQEKGVLLKRKLSLLEQDVIVNEDGRNKLKKQGETPNEVCMFSLAYGDIPEELIDVSDFECS
LCMRLFFEPVTTPCGHSFCKNCLERCLDHAPYCPLCKESLKEYLADRRYCVTQLLEELIVKYLPDELSERKKIYDEETAE
LSHLTKNVPIFVCTMAYPTVPCPLHVFEPRYRLMIRRSIQTGTKQFGMCVSDTQNSFADYGCMLQIRNVHFLPDGRSVVD
TVGGKRFRVLKRGMKDGYCTADIEYLEDVKVENEDEIKNLRELHDLVYSQACSWFQNLRDRFRSQILQHFGSMPEREENL
QAAPNGPAWCWWLLAVLPVDPRYQLSVLSMKSLKERLTKIQHILTYFSRDQSK                           
>Hsap_ENSP00000396478                                                           
MECPSCQHVSKEETPKFCSQCGERLPPAAPIADSENNNSTMASASEGEMECGQELKEEGGPCLFPGSDSWQENPEEPCSK
ASWTVQEGATSEVLVDAAVDLISDEWEAANAIPSKRRKQDAAPLEAASVPSADCEQSKKKKRKKKKKGNKSASSELASLP
LSPASPCHLTLLSNPWPQDTALPHSQAQQSGPTGQPSQPPGTATTPLEGDGLSAPTEVGDSPLQAQALGEAGVATGSEAQ
SSPQFQDHTEGEDQDASIPSGGRGLSQEGTGPPTSAGEGHSRTEDAAQELLLPESKGGSSEPGTELQTTEQQAGASASMA
VDAVAEPANAVKGAGKEMKEKTQRMKQPPATTPPFKTHCQEAETKTKDEMAAAEEKVGKNEQGEPEDLKKPEGKNRSAAA
VKNEKEQKNQEADVQEVKASTLSPGGGVTVFFHAIISLHFPFNPDLHKVFIRGGEEFGESKWDSNICELHYTRDLGHDRV
LVEGIVCISKKHLDKYIPYKYVIYNGESFEYEFIYKHQQKKGEYVNRCLFIKSSLLGSGDWHQYYDIVYMKPHGRLQKVM
NHITDGPRKDLVKGKQIAAALMLDSTFSILQTWDTINLNSFFTQFEQFCFVLQQPMIYEGQAQLWTDLQYREKEVKRYLW
QHLKKHVVPLPDGKSTDFLPVDCPVRSKLKTGLIVLFVVEKIELLLEGSLDWLCHLLTSDASSPDEFHRDLSHILGIPQS
WRLYLVNLCQRCMDTRTYTWLGALPVLHCCMELAPRHKDAWRQPEDTWAALEGLSFSPFREQMLDTSSLLQFMREKQHLL
SIDEPLFRSWFSLLPLSHLVMYMENFIEHLGRFPAHILDCLSGIYYRLPGLEQVLNTQDVQDVQNVQNILEMLLRLLDTY
RDKIPEEALSPSYLTVCLKLHEAICSSTKLLKFYELPALSAEIVCRMIRLLSLVDSAGQRDETGNNSVQTVFQGTLAATK
RWLREVFTKNMLTSSGASFTYVKEIEVWRRLVEIQFPAEHGWKESLLGDMEWRLTKEEPLSQITAYCNSCWDTKGLEDSV
AKTFEKCIIEAVSSACQSQTSILQGFSYSDLRKFGIVLSAVITKSWPRTADNFNDILKHLLTLADVKHVFRLCGTDEKIL
ANVTEDAKRLIAVADSVLTKVVGDLLSGTILVGQLELIIKHKNQFLDIWQLREKSLSPQDEQCAVEEALDWRREELLLLK
KEKRCVDSLLKMCGNVKHLIQVDFGVLAVRHSQDLSSKRLNDTVTVRLSTSSNSQRATHYHLSSQVQEMAGKIDLLRDSH
IFQLFWREAAEPLSEPKEDQEAAELLSEPEEESERHILELEEVYDYLYQPSYRKFIKLHQDLKSGEVTLAEIDVIFKDFV
NKYTDLDSELKIMCTVDHQDQRDWIKDRVEQIKEYHHLHQAVHAAKVILQVKESLGLNGDFSVLNTLLNFTDNFDDFRRE
TLDQINQELIQAKKLLQDISEARCKGLQALSLRKEFICWVREALGGINELKVFVDLASISAGENDIDVDRVACFHDAVQG
YASLLFKLDPSVDFSAFMKHLKKLWKALDKDQYLPRKLCDSARNLEWLKTVNESHGSVERSSLTLATAINQRGIYVIQAP
KGGQKISPDTVLHLILPESPGSHEESREYSLEEVKELLNKLMLMSGKKDRNNTEVERFSEVFCSVQRLSQAFIDLHSAGN
MLFRTWIAMAYCSPKQGVSLQMDFGLDLVTELKEGGDVTELLAALCRQMEHFLDSWKRFVTQKRMEHFYLNFYTAEQLVY
LSTELRKQPPSDAALTMLSFIKSNCTLRDVLRASVGCGSEAARYRMRRVMEELPLMLLSEFSLVDKLRIIMEQSMRCLPA
FLPDCLDLETLGHCLAHLAGMGGSPVERCLPRGLQVGQPNLVVCGHSEVLPAALAVYMQTPSQPLPTYDEVLLCTPATTF
EEVALLLRRCLTLGSLGHKVYSLLFADQLSYEVARQAEELFHNLCTQQHREDYQLVMVCDGDWEHCYLPSAFSQHKVFVT
PQAPLEAIQAYLAGHYRVPKQTLSAAAVFNDRLCVGIVASERAGVGKSLYVKRLHDKMKMQLNVKNVPLKTIRLIDPQVD
ESRVLGALLPFLDAQYQKVPVLFHLDVTSSVQTGIWVFLFKLLILQYLMDINGKMWLRNPCHLYIVEILERRTSVPSRSS
SALRTRVPQFSFLDIFPKVTCRPPKEVIDMELSALRSDTEPGMDLWEFCSETFQRPYQYLRRFNQNQDLDTFQYQEGSVE
GTPEECLQHFLFHCGVINPSWSELRNFARFLNYQLRDCEASLFCNPSFIGDTLRGFKKFVVTFMIFMARDFATPSLHTSD
QSPGKHMVTMDGVREEDLAPFSLRKRWESEPHPYVFFNDDHTTMTFIGFHLQPNINGSVDAISHLTGKVIKRDVMTRDLY
QGLLLQRVPFNVDFDKLPRHKKLERLCLTLGIPQATDPDKTYELTTDNMLKILAIEMRFRCGIPVIIMGETGCGKTRLIK
FLSDLRRGGTNADTIKLVKVHGGTTADMIYSRVREAENVAFANKDQHQLDTILFFDEANTTEAISCIKEVLCDHMVDGQP
LAEDSGLHIIAACNPYRKHSEEMICRLESAGLGYRVSMEETADRLGSIPLRQLVYRVHALPPSLIPLVWDFGQLSDVAEK
LYIQQIVQRLVESISLDENGTRVITEVLCASQGFMRKTEDECSFVSLRDVERCVKVFRWFHEHSAMLLAQLNAFLSKSSV
SKNHTERDPVLWSLMLAIGVCYHASLEKKDSYRKAIARFFPKPYDDSRLLLDEITRAQDLFLDGVPLRKTIAKNLALKEN
VFMMVVCIELKIPLFLVGKPGSSKSLAKTIVADAMQGPAAYSDLFRSLKQVHLVSFQCSPHSTPQGIISTFRQCARFQQG
KDLQQYVSVVVLDEVGLAEDSPKMPLKTLHPLLEDGCIEDDPAPHKKVGFVGISNWALDPAKMNRGIFVSRGSPNETELI
ESAKGICSSDILVQDRVQGYFASFAKAYETVCKRQDKEFFGLRDYYSLIKMVFAAAKASNRKPSPQDIAQAVLRNFSGKD
DIQALDIFLANLPEAKCSEEVSPMQLIKQNIFGPSQKVPGGEQEDAESRYLLVLTKNYVALQILQQTFFEGDQQPEIIFG
SGFPKDQEYTQLCRNINRVKICMETGKMVLLLNLQNLYESLYDALNQYYVHLGGQKYVDLGLGTHRVKCRVHPNFRLIVI
EEKDVVYKHFPIPLINRLEKHYLDINTVLEKWQKSIVEELCAWVEKFINVKAHHFQKRHKYSPSDVFIGYHSDACASVVL
QVIERQGPRALTEELHQKVSEEAKSILLNCATPDAVVRLSAYSLGGFAAEWLSQEYFHRQRHNSFADFLQAHLHTADLER
HAIFTEITTFSRLLTSHDCEILESEVTGRAPKPTLLWLQQFDTEYSFLKEVRNCLTNTAKCKILIFQTDFEDGIRSAQLI
ASAKYSVINEINKIRENEDRIFVYFITKLSRVGRGTAYVGFHGGLWQSVHIDDLRRSTLMVSDVTRLQHVTISQLFAPGD
LPELGLEHRAEDGHEEAMETEASTSGEVAEVAEEAMETESSEKVGKETSELGGSDVSILDTTRLLRSCVQSAVGMLRDQN
ESCTRNMRRVVLLLGLLNEDDACHASFLRVSKMRLSVFLKKQEESQFHPLEWLAREACNQDALQEAGTFRHTLWKRVQGA
VTPLLASMISFIDRDGNLELLTRPDTPPWARDLWMFIFSDTMLLNIPLVMNNERHKGEMAYIVVQNHMNLSENASNNVPF
SWKIKDYLEELWVQAQYITDAEGLPKKFVDIFQQTPLGRFLAQLHGEPQQELLQCYLKDFILLTMRVSTEEELKFLQMAL



WSCTRKLKAASEAPEEEVSLPWVHLAYQRFRSRLQNFSRILTIYPQVLHSLMEARWNHELAGCEMTLDAFAAMACTEMLT
RNTLKPSPQAWLQLVKNLSMPLELICSDEHMQGSGSLAQAVIREVRAQWSRIFSTALFVEHVLLGTESRVPELQGLVTEH
VFLLDKCLRENSDVKTHGPFEAVMRTLCECKETASKTLSRFGIQPCSICLGDAKDPVCLPCDHVHCLRCLRAWFASEQMI
CPYCLTALPDEFSPAVSQAHREAIEKHARFRQMCNSFFVDLVSTICFKDNAPPEKEVIESLLSLLFVQKGRLRDAAQRHC
EHTKSLSPFNDVVDKTPVIRSVILKLLLKYSFHDVKDYIQEYLTLLKKKAFITEDKTELYMLFINCLEDSILEKTSAYSR
NDELNHLEEEGRFLKAYSPASRGREPANEASVEYLQEVARIRLCLDRAADFLSEPEGGPEMAKEKQCYLQQVKQFCIRVE
NDWHRVYLVRKLSSQRGMEFVQGLSKPGRPHQWVFPKDVVKQQGLRQDHPGQMDRYLVYGDEYKALRDAVAKAVLECKPL
GIKTALKACKTPQSQQSAYFLLTLFREVAILYRSHNASLHPTPEQCEAVSKFIGECKILSPPDISRFATSLVDNSVPLLR
AGPSDSNLDGTVTEMAIHAAAVLLCGQNELLEPLKNLAFSPATMAHAFLPTMPEDLLAQARRWKGLERVHWYTCPNGHPC
SVGECGRPMEQSICIDCHAPIGGIDHKPRDGFHLVKDKADRTQTGHVLGNPQRRDVVTCDRGLPPVVFLLIRLLTHLALL
LGASQSSQALINIIKPPVRDPKGFLQQHILKDLEQLAKMLGHSADETIGVVHLVLRRLLQEQHQLSSRRLLNFDTELSTK
EMRNNWEKEIAAVISPELEHLDKTLPTMNNLISQDKRISSNPVAKIIYGDPVTFLPHLPRKSVVHCSKIWSCRKRITVEY
LQHIVEQKNGKERVPILWHFLQKEAELRLVKFLPEILALQRDLVKQFQNVQQVEYSSIRGFLSKHSSDGLRQLLHNRITV
FLSTWNKLRRSLETNGEINLPKDYCSTDLDLDTEFEILLPRRRGLGLCATALVSYLIRLHNEIVYAVEKLSKENNSYSVD
AAEVTELHVISYEVERDLTPLILSNCQYQVEEGRETVQEFDLEKIQRQIVSRFLQGKPRLSLKGIPTLVYRHDWNYEHLF
MDIKNKMAQDSLPSSVISAISGQLQSYSDACEVLSVVEVTLGFLSTAGGDPNMQLNVYTQDILQMGDQTIHVLKALNRCQ
LKHTIALWQFLSAHKSEQLLRLHKEPFGEISSRYKADLSPENAKLLSTFLNQTGLDAFLLELHEMIILKLKNPQTQTEER
FRPQWSLRDTLVSYMQTKESEILPEMASQFPEEILLASCVSVWKTAAVLKWNREMR                        
>Hsap_ENSP00000402414                                                           
MSRRIIVGTLQRTQRNMNSGISQVFQRELTCPICMNYFIDPVTIDCGHSFCRPCFYLNWQDIPILTQCFECIKTIQQRNL
KTNIRLKKMASLARKASLWLFLSSEEQMCGIHRETKKMFCEVDRSLLCLLCSSSQEHRYHRHCPAEWAAEEHWEKLLKKM
QSLWEKACENQRNLNVETTRISHWKAFGDILYRSESVLLHMPQPLNLALRAGPITGLRDRLNQF                
>Cint_ENSCINP00000005674                                                        
MDDSEAAKGPELDDISFPNLVDFLQLYSIPANESRFFTRSQVFIAYRAYVSRVNAGAVVTMDYIKFGKHLRKLAENLAIR
TKSLGKIVYYELKVPEMKENERQPNAVEAKPNDDEIKIKLADLNIHISCKICCGYLVDATTITECLHSFCKSCITKHLAV
YLTCPICDVKLQNANIYSSVKADIVLQDIVDKLLPGIQTMENRNFLEFHKNPDSD                         
>Cint_ENSCINP00000009676                                                        
PVLQDSDLILKIRTLNPHIVCALCAGYFIDATTISECSHTFCKSCIVKHLQTKKSCPECSQKIHETQPLMNLRSDRVMQD
DVVYKLVPNLFQAEQQREAEFYRSRGVDFSLSGSHLLNIGTPLKYTQQKIPNVHIAHRYKFDEKLYFQLMLDETMLPYHD
GGLIRFENLTFKELPKYIRCPGRATVWHIEKIIASQLRLGSEHVLQLSCCGRDLDSSTGLKQITLMSYYSKSNAGFENQC
IPIIKYK                                                                         
>Cint_ENSCINP00000016979                                                        
MDELSCPRCRMTKYRNPSLRLLINTCGHALCEACVELTFTRESAPCPECGRTLRKIGFRVQLFEDTQVDKEVDIRKSVLK
IYNKQESDFTNLDDYNDYLEEIENIVFNLESGINEKETREKMAEYKKENETIIRKNQIYLHQQRKFFKEAMEQEEREKQL
RAIMQNKLDQETESNRKRNHEELIKDLTTNTNMSSKEVLEKHKRLKLNEEQSRLVKESLKEKIAVGGFNNLVSGSNVNSI
PPPAVEMPSSAYVFQPLVIELFGPEMPNKQKMLDLGYMGHVRQATSRDIGGGYGSLLTCKKALNEAFSGLFFNPESIASQ
VM                                                                              
>Cint_ENSCINP00000026838                                                        
MNSEFINDLLECSVCLKPLDQQNKVLPCQHTFCKSCLLSIVRSHKELRCPECRVLVKQKVDDLPANILLIRLLDGIKSQE
SNKPQQPAEKTEFRRHSVEGILTSSIPASGGAKDGGNGEGGRISTRRTTDIPCTSELVVNLTLQVVCRFPHKADLMQEQY
TTMIPKYQ                                                                        
>Cint_ENSCINP00000027439                                                        
NDDEIKIKLADLNIHISCKICCGYLVDATTITECLHSFCKSCITKHLAVYLTCPICDVKLQNANIYSSVKADIVLQDIVD
KLLPGIQTSEL                                                                     
>Skow_NP_001161672                                                              
MPGYQYKFAEKVRRKYVCPLCRLPMRDPVQITTCEHRFCDICLQAYLSEGIFQCPEDKIPLDYAKIYPDDDMTDEIVALT
IRCSYYKDGCKWIDQLENLKSHLESCKYNQVECPNNCTAVITRKLLKHHLSNECPRRTVVCEHCGADFTGVMMEGHRGSC
QFQQVQCENKCGVKLQRRYLSSHTLNECPKRMLSCKYCHKDVIFDTLQTHLHHCLKYPVTCPNRCDPERLARGDLEKHLK
ENCPSSTINCPFQGQGCKYKSPRFALEQHLENNSREHLLMMCMVAKRQEEEILSLRAELDTMTGNTDGTLLWKIDNYSSL
FAKAKKETTELCSKPFFTSKYGYKLGLTAFLNGNGSGEGTHFSLYIKILPGEYDTLLQWPFTHPVEFTLLDQTDDAKKRR
HIKESFTADASWKNFHRPSKQNITLGYGYPTLISHEELNLRNYIRDDTIFIKVKVDTSKIVGI                 
>Skow_XP_002741510                                                              
MDNGVNSESEYNTDDELDEHACPVCKSRFKKPKFLPCLHTVCRDCLVKVYGGRRGPINCPVCSEKVPIPSNGVDGFPYNV
LEIRREIRSVREGQESEEIMCQNCSDESCAESWCHQCSLFLCEKCSDAHKRLAPYNRHMQETLAGIREKDGGQLNEAKRD
IMCRKHRLTIDRFCRRCNISICQKCTIKDHHGHDTIRFDMAVKHHRENILKIQHIMDNRSKALSKQQNHISDERNHLDYD
KVVAERRLERLFDDLSRSLQQQRTRMKVKLDAAYRLKEENLENKEREIVETLTKLDFARDLTNDIMHEANDTEVVAMLGQ
VEARTALLVERRLEVSPTQSRREPSIEFAEDRTKYAIFHDSLSNVADIKSSTYIPPTVIEPLEGTVVCGQRSNVTMVSFG
ENPKIDKLNVHAFRAELRDPDTIAVPNRLQSTKTGTYLCSFRPQIKGVHQLNIKMSGRHIKGSPMKFEVTSNNPMLTVGD
GKLSEPNGVVVNRRTGTLYVTDSRDKKVVTLSLDDPDDISEFNLPFGQLYDITLDHDGNLVLSEQETNSVHIYSTDGEKL
LTVENDQMRKPVGVAVDRESNILVADNEANCIFVFDRRGGLLQRIGSGGDKPDQLKDISFIALDRAGNIHVSNTGHQRIT
VYTGIGNFLRNISVSGHGRGKLTNPTGIASASGLLFVADDADDVIQIYTTEGAFVAKLDSEDDVLSGPQGVSITGDGSIA
VVDRGNQCVKMYQYI                                                                 



>Skow_XP_002741117                                                              
MEEELRCPVCQTLYTDPVILPCSHNLCLSCSKNLQSYGPPLSPHLVDLSSSFPDYPEGDRFSLHSETDSGVGLSVNSVTA
NVLDRNSSVNHLLPPSQTDNLCLRLICPVCNKNSYLDEKGTSGLPKNRTLEMIVTRYSESRNMQVKCQLCESAPLDATVY
CEQCEVFYCEKCRESCHPSRGPLAKHNLVSPNAASGKSAQLGRGKLKGLSRPSTCGDHIEETLSMFCVMCRVPVCYQCLE
DGKHYNHDVRALGSMAKTLKGDLSHALTSLSEKARQAKDFISELRTIIEEVQVNTVEFEASLVAQFDQLMEAIKQRKEQL
LSDVNHERDFKIKMVKDHIGQCTGKVRQTNGLLEFSIEVMKETDPASFLLVANSLLKRVQSMEKSWKKEMLLEHRVVSEF
DLTLDNTAVLQAIDLLNFIQMKAPGPPVILTDECSAENNSVTIAWQPDPISWVEGFVLELDDGCHGEFREVYCGRETVCT
VDGLHFDSTYNARIKAYNHAGEGTYSETVCLQTAEVAWFSLDPSTAHPDIILSNDNMTVTCSSYDDRIVLGNVGFSRGVH
YWEIVIDRYDNHPDPSFGVARYDVAKDAMLGKDDNGWSMYIDNARSWFIHKNEHRDRTEGGIGVKTVVGVLLDLEKKTMC
FYLNDKPHGPITFKNLHGVFFPAISLNRNVQVTVHSGLEIPVETDTEEEEEE                            
>Skow_XP_002741094                                                              
MVGFSKDIFIQSLVEDKFLCQLCEKVLCDPIQTYCGHRYCKTCFEDLLRYNESVYCNACKAEGIDDTVLTSQQIYPDRAI
VRELNSQDVQCVNVGCNWTGNFRDYHLNHIPTCEYEMIQCVNRNGCNVSIQRGHLSSHLEKDCPMRIVKCEYCTVEVSFT
NIEIHLLECPKTPEKCKFCGEFLPREMMEQHTDTKTGDCVRKLIACQFQDVGCHDMVEKSKTAEHNTRSMGEHLLMILQF
IISLMAMVRSMRDKIDEVENVRTRINEHENQIKQLEKNEKTLHHKMTEMVSAAQNEKRNGIITGENKDLVEKYEQSTRAL
DNSMTVANKKLATCEGVVAVLNNQVEKTDETVTLLSLQQKKYTEMIEALERKVKAQDRIIALKDVAIAEQDLRIQSLEMA
SYDGVLVWKITDFARKRQDAISGRTTSIYSPCFYSSRHGYKMCARIYINGDGMGKGNHVSLFFVIMKGESDALLRWPFRQ
KVTMMWLDQNNRNHVIDAFRPDPTSSSFQRPKHDMNIASGCPLFMPLSDLDSPLHHYVKDDTAFIKIFIGGS        
>Skow_XP_002740389                                                              
MAGIDDAELPLKCSICKHVYDVTDRLPKYLPCLHTLCVLCLAGHVGKIFQCPGCKHESNIPKRIEVIPTNFAFVNYNQLL
CHQNQIKHGKLLMHKSCCRNKQTLNVSHCSNSEAYLCQSCHDNHIYIESLSTHEVKTIEELKHLSDESLISFFHRKQFSS
KGQGHTDQQITLYCDHRNCQSPICLQCALLEHNTLNHQPINTEKAAWKYKEIINGKLDKAIDKTREISLQINQINQELSN
LKDNTTKQITDVDNFFNDLIKKINSRKQQLVCEIEKQHDVIETPLIIDKHKLQMRQHIVDTSVKFTEFTLKYDSDVELLT
TKYDVCSQLDKVSSQTIPDHKSTTEQFPRFFHPKSVNLNVVNHTVFIGSLGKISCDFIKVDAVIGKKCNFTQTPCDINGK
KLCVSAIPVEVTLNDPDNRNVVTTTEDNGDVTYTVMYIPESGGKHHAAVTLYSTPIEGSPYIINVKPAKKIKCDVNTHGR
MVNMNLQQPFVISQTVVTWKPYLS                                                        
>Skow_XP_002740331                                                              
MAAKRSVNKIDEDLLTCSVCLERYKNPKILPCCHSFCEQCLVKLKGPHDTVKCPKLQTTYIHMVEEQERHPDDKTCHGCE
ENSSTNRCVDCAMDLCTTCTKVHSKMPVSRHHRIMTIEELEKAKLRDKSIALASVCCTSHQDKLTELYCEQCQVAICHLC
LRSKHKGHAIIDVEGAADRFCKMATDHIKLLKAKQSEVKQSKISATKLTEDLEKQHLQRKQQIKKHSRETIEKLTKIIKQ
EESSHLTKLKTDYDKMNEEINRQMHQYETTEELLTSTITFINNLLQYSSATQLMKTSKETTNQLKSMMSLDTTWNDKNRS
LPQFYPGDITLQGMLGTFQTTEVDYVSHSYQQTQESSHVTNTPMKLEKIIGGEGTAPEMFDVPLGVSINTCGDIVVADNR
NERVQIIDIYGTQKSKLKFTGYSKPVRPIDVAVSVDNTYFITDGSWVGNEGNNQVIVCNQYGKVMCFGGKELQDPCGIAI
NHNNGIVYVVDSDAHCIRLYEKAGFKYIKSVGSEGQGSCQFEYPMFIAINSKGCIIVSDAGNGRIQVFTSDGLFMFAFSG
HPNDKFDWPCGIATDKNDNIHVCDSNNHRVQLFNSKGEFITNIASGRRVLYGPTGIAITDDGKLVVTDRSDCIKIFPSGM
MIVNQIK                                                                         
>Skow_XP_002740006                                                              
MAALNKSLLDEIGEDFLSCSICLEIYKKPKALPCLHTFCEQCLVTCKAKSEGVLRCAACRIQCDTPIKDLKSNFFLTSLL
DTFQRQKQLTTGNPPLCEICQEKTATHRCVDCPQFSCDVCVKMHEHIPPLKGHQVLTIDKYKEIESKGHLTLQTEVFCSD
HKDSKLKFYCHTCQVPVCSDCTIVKHRVPEHIHRDLQEVADEYKTQLKEMLGQLKVKEKQVEERKAAAESTREEIRNQCE
AEKMKIRRRAKELIERIKREENTMIDNLDESAKTELKEAAINIDEMEFHHGNLVSTHHYLQTLVHHGNAVHLLSIRTESS
KCIMQLIAMEKKSPICHITEFQPRSDTDLDTLLGVIKSDACPSKCTVENIPKQLQKGESVNLIITTRDSRGKQTIPRQDV
KVKIRKPDESWEDIDVTENSNGTHHVMITGKMEGKQQVAMTIGNQQIPGSPLHIDIIRGLVQTVGITGRQGQFSHPLGLT
INKHDDFVTADKKNNTVAIHDRDGNYKKSFTFTDQFEKPFTPRDVAISDNNEYFMTDDNNKQIVVSDEHGTFIRRFGSSD
IGDLYGIAINPVTKNVYVSGFLNGGIMKYTQDGRYINSFAKKENKQVRFNNPCMLAFNSKGIVYVADFKNDCILVFNSDD
QFMFEFSSTGDSTMSHTRGVAIDKNDYVYVSSDHKVTKYDRYGQFICRIDSDNNGLNTPCGIEVFNDGRIQHVAVVDHGN
KCIKVFVD                                                                        
>Skow_XP_002739889                                                              
MSEMFSVYASSATLGQQILNIKYKDKVNKKPQMSLTQKSLYGLIFVGGKWFQERSTDLSSFTRHKQIFTLICGLVDYAEK
LLKVVTVVNFLLFLQDGRYQHVTERVLGIKARFAKRQSIRQVSFEYMTRELLWHGFAEFLFFILPLINFQKIKNFISRRF
AKSSSSGGDDTMRSAANYEECVVCGEWPTLPHHIGCQHVFCYYCIQSNYLADASYTCPLCGKGIDNDIQSVKCQLSL   
>Skow_XP_002739689                                                              
MDSTEASMVTEEIDESFLVCSFCSKWYSDAKILPCLHSFCQHCLNELAAKNGGKHIFCPVCKKGHDLPGGTKGASNNHFV
NELIALFKKKSARSVDDMKCDGCREGAMTTQCIDCAIGLCDICVRTHQTIALSKSHRLMSLDKYRSTHYADFASVQPPVY
CSSHPDNQLKFYCDTCAVPICLECTAVDHRITEHRYRYVKEAMTDCTKNLPRVLGKLQEKELEAKRSEHEARQMSQSLET
RFRDQESKLTQHIEETVEIITNQIRNNGAELLEQMRAVYKSRQHNLEEQQNALHVAENSMRHARDFAEKLLHYGNATQMM
YSWKDMTSQIQDLLKVKTQQRPVENDYIEFQPSEDYCKTLVLGVTIFHKHNYLELRDVPEFGRIDEEISVNMTTMNAENA
TKRAEPDGKIRAEMKTPSNVREEVDVTDNKDGTHTLRYRGKIEGKHELAVFVHNRSVQRSPAIIYVVPKRGLLHKYGQVG
TDSGQFSYPESVTVTRNGGTLVCDRGNNRLQLFSLNGDHKKTVQINDFDHAFLPYFATQSRDGYFFITGNGNRQVIICDE
NLKYIRCFGSGELKYPRGITISPVNGRLYVVDNGSHCVRIYYQDGEYIKSFGSQGNKEGELSNPWGISIGVDGNVIVADN
SNHRMQVFDGDGEYLYSFGDCGNGSDRLQNPLGVSTDRDGNVYVCDHNNHRIQKYDSHGKYLTRIDTAKDGLCNPRGICI
TDDKPFGKVVVADFGNNCIKVFAQ                                                        



>Skow_XP_002739177                                                              
MKKAFLVREFNHFITCSICGGYLIKPSTIAECLHTFCKSCIVRHFEESKNCPRCGIQVHETHPCEMLRMDKTMEDIVFKL
VPGIQEREKQRERDFWTSRESEEPKQGGGNDEPDAKRLKTDNGEANEEYNNHTTTYNKENDYHRGDPQIAFCLDCSHPQD
EGENNNNTNTAAITMIQALPRRFIRCSSRATVGLIKKFIVRKLELSKDLELDLLCNGEIMGKDHTLEFIYRTRGKLQKYP
MTLQYRPKINFT                                                                    
>Skow_XP_002738283                                                              
MASSTLKTVECGYSRSILKDEHISQKCICTFCDHVLRDPFQSYCGHRFCRRCIEGQVSDGKEYCCPICVVDDPDSSDIVL
TTDKIYPDRAIFREMKRIPVVCTNTGCDWTGLFIEYQQHEDICEYMVVICARQGCLQNILRCKLKMHSENECHMRIITCK
YCNTELVYQELEVHYQSCPKIKVQCKYCNIELLREKLLEHTAIEGGDCSSKRQPCTFHTIGCSTLVEMGKEADNNVYEIQ
HHTDLILSKTIELGNAMASLEERNVQTRQLCTSVEHSTADIQTIETRLHKVEADLQRHIDAEKKNHTDVNIDTDQAEKIN
NEVRQLNHKLVVIDRKVSTSQEIVAMLNENVDSNSETTKKLQENGEQLNEMIQLLERQCKAQDRSISLKDVALAEQDLRI
HSLEMTSYNGILLWKISDFARKRRDAISGRALSIYSPYFFTDRHGYKLCARIYLNGDGMGKGNHVSLFFVVMKGEYDAIL
KWPFRQKVTLMWLDQSNREHVIDAFRPDPSSTSFKRPKEHMNIASGCPLFMPLNTIDTPGRQYVKDDVAFIKIIVDTTDM
>Skow_XP_002737980                                                              
MLDNYRAGGSKSSSSDKSTKEDISANSAAADDGDEKEKDKGENKGSDADNETAQGEADGGDKEKKEKDDGKTCKGCKETF
QDPIELPTCKHKLCRECMVKVRGELKCLIYEKEYKPTQGKQSKGKMTSSIDKTIHIPEYDKFTTTVIKYTFNEGIRAECH
PHPGMKYKGELFTAYLPNNKEGSQLLNLLKKAFDKGLLFGIAPREILDTIDWKDIDHKTSVTGGPEINGYPDPDYLKRLR
QQLASKGIK                                                                       
>Skow_XP_002737714                                                              
MAAGKFDNRIDEGLLKCHVCLERYKNPKMLPCHHSFCELCLVKLKGLCGVIKCPNCGKHHSVSDIQQFPPSMIIQSALDV
IEEQEMQRDVGPCHGCQENLSINRCVDCAMNCCTLCAEAHIKSSVSRNHRIVTLKIFNEDKLRDKSKANRERLIDIFPNK
CHLCVGLGQRDADRGAYDMQEVSDTFCEMATYHIERLEAKRNEAKQSKESATKQSEEIAKQYLERKQQIKKHSQETIAKL
SKIIKQEETSHLRKLENDYNKMNNEIKRKMHQIQTTEELLTSTIILLNNLLQYSSATQPVKTGKETTNQLETMTSLETTW
NNYNALPTFYAGDVTLQGMLGAFHNIEVDSLRQTRGPSNRLAAPMVLERTIGERGTKPGKFDLPLGMSIDQSNDIVVADN
MNERVQIIDIYGRPKSQINFTGYSKPVRPIDVAISADNKYFITDGTWGFSVGNNQVIVCNQYGKVIKCFGRKELHNPYGI
AINHNNGIVYVVDSSAHCIRLYKMSDYEYIRSVGEEGEGSCQFEDPQFIAINSKGCIIVSDAGNSRIQVLTSDGVFMFAF
GGYPNEMIDWPWGITTDESDNIYICEYNYNRLQKFNSEGKFVTNIASGGHVLDRPRAVAITMDGKVIVTDDSHSVKVFS 
>Skow_XP_002737430                                                              
MAVAASEVIDDDAVLAEINEDFLCCAICLERYSAPKILPCQHTFCKKCLVQLAKKVAPNTFMCPTCNRSVKIPINDLQSN
FFMSSLLDKIPEKLDAATPRVCEFCEENEVTSICVECQQYSCTSCTRVHKKTKATKSHQVLSLDENQETKNKKPFAVQPI
QYCNVHTDNQLKYYCDTCQTPICMECTIIDHKVHQHRYIKEVADEYSEELKGKVKKLKVKADEAETSKMSAKAACEELKT
CCKEEAKINKKMNEILADLRRQIEAVKQKKERLVDQLKIEYTARVKNMEIKVDELEMKHGNIVSTSSYLETLVQHGNPGQ
ILSDTATIMVTTRDNQGKQVIPRQVVEARVTKPDGSSEDIKVQDNNDGTHTVMVHGEIDGKYKVSVTIDNRPIPGTPAQI
NVIKGLVKTIGKNGSGKGEYIVPIGVTMDKDGDIVTAERGNKRLQITDKDGNYKNITKIKKCIPSGLCIFKDKYYMTDFT
NKQVVISDMNGHVIKRFSENMKHPQRIVVRPADGMVYVSDWDGLVVEKTNKDGHWIRKYTADGDYIKSFGGYGSNPGQFK
GPFYMAFDNHGLLFVGDVNNNRIQVFNIDDEYMYSFKCSGQEDGQIYAPSGIAIDKEGYVYVANLNNKLQKFDRSGRFIC
RIDKNTDGLNIPNGVAVTDDVPCRVVVADYDNHCVKIFAQ                                        
>Skow_XP_002736345                                                              
MAAKLSVVDKIDEDLLTCAVCLERYKNPKILPCYHSFCEQCLVKLKGSRDTIKCPNCRQQLYVRNVSQLQPSMVINSAID
IIEDQTKHRGNETCHGVVKKTHRKTVHCTSHKDKLCELYCEKCRVPICSMCLTTRSNHKGHEVIDLQEVADRFCKFTKDQ
VTILKEKEREVKQSKISATKQLEGLTIEHLQRKQHIQKHSMETIEKLTKSIKQKEASLLGKLKTDYNKRKEDIKTEMHQY
DTKEELLTTTITFMNNLLLCSSSAQLMTTSEETEKKLKTMVSLDTKCNDTHDSLPQFYPGDIELKGILGSFHTPEVDSVS
HASQQSQESSHAINAPMKLERTIGGDESRMFSVPLGVGINICGDIVVADEGNETVQIVDKFGRPKSQLQFTGYSKTVSPI
DVAISLDNAYFITDGSWVPSAENQVIVCNQYGKVIKCFGAKELKYPYGIAINHNNGIVYVVDNDAHCIRLYEMASFKYIK
SVGSKGQGSCNFESPKFIAINSNGCLIVSDTGNDRIQVLSSDGECMFVFHGCENDYFSFPCGVATDKNDNIYVCDYEHNR
VQKFNSKGAFITNSVSGSDVHNPIGVAVTDDGKIIVTDDTRCVRIYS                                 
>Skow_XP_002735252                                                              
MINFKIRGTLCAPKKKKTIRLKQTTRDGRAVLERGDIINAMLNALNAEDTMNRTTKLKMTELNPHLMCVLCGGYFIDATT
IIECLHSFCRTCIIRYLESSKYCPVCDTQVHKTRPLQYIRPDRTLQNIVYKLVPGLFRDEMKRRREYYAANPSAKSKPTH
RFSRQNAEERGEVNEMFMYKDDEKMSLSLQYYLSEDNGRSKSSSSVTNSNTDHQSDSDGKDEGDIRYLRCPAAVTVHHIK
KFIRNKFELPVSYEIDIMYRYRKSIDSLIDHYTLMDIAYLYDWRRKSPLALMYRVRQPSINRLKKNLHRTLSSADVRTDC
KIRKKIHTEPTQHQPKLPTTVTCDT                                                       
>Skow_XP_002735198                                                              
MDDQYCPHCKTTKYRNPSLKLLVNICGHSLCENCVDLLFARGSGSCPECNTALRRNNFRLQLFEDPVVEKEVDIRKRILK
DYCKKEEDFSTLREFNDYLEDIETIIFNLANNIDVESTKKKMEEYRKANREQIMKSKGKLSKDEAYIEALVEQERCEEEE
KRQMYMLQKTEEKKKKTRNREALIDDLMFSDQNVEDILATYEAKSKDVHRPLGYGSIPITVPKPATKFSSGIRVGVRGDE
NFLPIPKLEETLFIYKAVTQKTFGPAAPSSQEVETLGYTKHVRPASPQGIGGGYQSMLACHRAMQDAFCGLFYVPEKSPS
PTPSVSSTISTGSDSTEMDVS                                                           
>Skow_XP_002734860                                                              
MEDVAKTAFLSHKYDLAAQIYASVLVEHGNNDQELCLCLADALVRSGKLNESVDAYLRATRIGHVSPERLVHLVTGIVDT
ECKHLTLFTRHRKRDRDTPSDLVSCSMCNGLIHEPVTIPCGHTYCKQCVSQKQKSQTCGLCSTHVSNIEHSTFKINVGLS
RVFEKLFSEETRSRRIRAEGNRLFADGQLQAALDKYTEAITLVPTEHLLFSNRSHVYATQGKLQEALVDANEACKLKPAW



PKGYYRKATALIGLGRYQDAGVTLLLCLAVDHNYIPAKRELARVLHHILSPASSGKERPEQSSITGDLNSQYYTAQRMLV
TNGKFNFMNTIMPTTACICLLRKAKKRQPCYLLYAPVTTPCGHMFCCHCLDRCLDHSNRCPLCKDSLIEYLAERRKNITV
VMEKLIKMIFPNEYEERKKLHDSEMEALANISEIPVFVCTLALPSIVCPLHIFEPRYRLMVRQCMETGARQFGMCLPNSD
ENGFVDYGCMLEIRDVQHIPDGRSIVDCIGGRRFKVLERGMRDGYHTAKVVFIKDAKVEDEDELQQLKSLHLEVYEESAK
WFNGLNLIIKHQIRNHLGNMPACDDDPQEATHGPKWTWWLLGVLPLDSNTQMAVLSTTTLKERLIALRRALNDVSSQGS 
>Skow_XP_002734361                                                              
MNGYASSTDFGLKIVCVVCDKKLREPRVLSCLHTFCIDCIRSFEPYAVNSPDDGADSRSSLSSGGSSGTNRGKSVVILCP
ECDTEVSLPSDGIEALPSNFIAQKFLLLASLNQESAKLQCDLCADSSSAGSRCEECSIYMCGFCVQAHKRQRKTSSHTVI
SLEEARKKGLNNVHRPIFCRTHSNEEVQMFCENCDETVCRDCCLVEHRNHRCEFIDNVLSSKKQIIHNLLSQTKPHIDVL
EVAIEGVESMQVAVTEKCDEITNDISMFIDSYIKALEKHKNNLLSKVDEMESEKHKILNLQSIQLKQMLDDFKSSCSFVT
DVLEEGSGAEILSVRKLLLNRLRELNSYKYKCEPKTNSFIKFLSSENAGSVDGYKMIGHVTSTEDQQFKCIVKGE     
>Skow_XP_002734345                                                              
MAASGPGKELDKFLDLIDEDYFSCSICFEQYKDPKILPCLHTFCEACLLSLVDSTDSTQVSCPTCKEGAGATMTTRELRD
LRGNELMMSLVKIFNERRKVTRDEGECEVCEADIASHICVDCPQYLCPMCTETHTRFKALRSHKVITIEAHNQSKPTDSP
SLMTADFCEVHRESKLKFYCDTCKVPVCTDCTVVNHRFPEHVQRDIRDVARQQKELLKIEIETLNQKFKILEASSSAAKN
KISALRKLCQKEKEKVKEKANEVKAKVDAEHDHVIAQLKTQYKEKEQSVQNELDEIEMHHGRLASLKSYLNTLIHHGNAA
QLMSSKTDVMTRIDEVVAMDMEPNFSDEVVTFQPLPEFKAQGILGFLATKRDVCISQCTIENVPRQLLKGEFIDLVITTR
DKEGTQVVPQEEVEAKLLKPDGSWAELEVVSGSDGAHKLSIRGETAGNHEVYMTINGQDMPGSPVEIVVTGLIKTHGRDG
SGEGEFNFPHGITIDKDGRYVTADNSNSRVHIVTEDGRSCKSITFTEFKQNFRPFDIAISCGNEYFMTDAGNNQIVVAES
SGDLLRCFGHKELKSPRGLAISPIDGAVHVANFSSNTVEIYTQDGEHVDSFGGSGSGDGQFMGPNDIDIDAQGVIFVSDY
CNHRVQVFNSNHQVVRIIGCEDHNEGRLCYPLGIAVCNNTLVYISDEKHRILSYTYSGQFLCRVDCDVDGLSYPHSIALT
NEDTPKLVVADTHNHCLKVFL                                                           
>Skow_XP_002733998                                                              
MLSNAPVTLTAALFIIRFSGKRHIERTSLHNVCVSVLGLDDISPCYKTSSPVKSLTRYVKLIDINQYITCQLCGGYLVDA
TTITECLHTFCKSCIVKYLETSILCPTCDVKIHETWPYYSIRLDRTMQDIVHKLLPQTEKEEKRRQGIFYKERGMPWPPP
EPKPVAIPSIEESCVSFILEFIGASSDFCENIKTLEKKFIRVSNRATVKHVQLFLIKKLDLDRRYEVDIICNDEIMEPEV
TLGMINSVYRKEVRIHYIKTTMFMYAALYDIGLKHSGVGVAQRREAVESSLQQSALLSLLGISGCLTGNDIRIENGKKNE
I                                                                               
>Skow_XP_002733267                                                              
MGLEVERFVSDVESELLCPICHCVYVDPVSNRDNCKHTYCFACIRKRFKSESSRFCPLCDEPLRENLSKPSRELQDKLFS
LEIVCNQNCGTTCKLKELPGHIEKECDLTYVNCTYTRRGCKFRVPRKDLADHVRACDYRYAMCEACGHRTYRCLLFTHQK
KRKCMDKKLANEKVRSEIASRKDVKAHQLELKFDSFALERDLDRVERTRIESRGCSEYGSEFSYGSSGTLAITNGEFESE
RSQSAFSTPRTTTSAQSENSHVMPVLVRQTQSARSIGRLPVPSPSRAADHPLTCRRCRRTFKQSKNHEKACSWHRGVSIK
GYLQRSLMISGILARIS                                                               
>Skow_XP_002733156                                                              
MAGSSTSAFLSQINDEFLKCPVCFDHCEKPKVLPCLHSFCMKCLEKLVKDGSKTVECPKCRQEEILPENGIHGLQDNFFI
SDLAESMSTWKSVEDENNQPVCSGCCSRDAANSRCLTCLDFLCDNCVALHKQLRVFRNHMVVTLEQIRAGEHVDSLRVKL
EPLKCELHEGEILRFYCSKCEVPICRDCTVLDHPKPDHPFINLKDAVEKHRSDLKALLGSTSTKVKAFDEALVKVEKAVN
HLAENRQKSKEDIERIAAEIKEKIDNNQAELLRQLEDSANIKDKQLQAIGDHLQMELCKMNSACELAENILEVGTEWEVV
SLHKQLASRMQELERTPLADQDNELKVLGHVALVHNVISASENMIGKIDVDNLFTTIS                      
>Skow_XP_002733038                                                              
MASSSFSREQLDERFLQCPICLDRFRKPKILPCFHSFCRECLVSISKSGKNTVTCPLDRRLHKLPPNGINGLPDSYFLND
LMDFIDWGGEDAITEERQGKMCEGGCERGARVYCVECGQFLCDICSNSHKNLKATKTHKQFTVEEYEATFQTKSPFVRPI
VCPVHDGNQIKLYCGTCKIPICLECAVYQHVQPAHAHIPLQEALTKRRSALWSAKKSMTRKLSKVKGDIKEVDKLSREID
RELQHAERDVRSTTRHLVELLRRNEESLIRQLREKHSDESQEVLMRKENMEMLSTKIEKSCSFAEVMLNQSNDIGFLCLE
KQAEEKMRELLEERAEVPEQVSIKFTKNNKFPNCLTTDKIGVVSTSRDSQTTFRFRLALTITEIEPTFRRRLSLIMKDRT
SWKHKLTFPRGVTITCEGDIIVVSSDDQRVFVFDNNGRCKNQFTANSRIWNAPFKPYDVAATEKGEFIVTERTNRCLISF
RRDGTPTPFHFGESGLTKPLGIVVDVRRRVHVVDVPSGQPDGASSAISCFTHYGTKAGSFRYKERNSPDMLPQSAKFIAV
NSKNHIILPDYNGHKVIVYNSRGRFLYQFGSEGQGDGKFEHPSGVAIDKDDNIFITSNHRVQMFTSRGAFICRVDGIEDE
VNKPRGVAVSNTDSTFKVVVADAGNDCVRVYESQK                                             
>Skow_XP_002731607                                                              
MASNISAVKDQIRDDMLTCSLCLETFKTPKVLPCLHTFCEHCLESWVEESTGKLTCPLCRFEVPDNNIQALQTNFILVGL
SDYISTVKDIAKQDGPCGACDQGTAVTRCVECSQNLCKTCTDVHRKLKVTQGHQVMDLQHYVSEEFTDVEILQPTVYCDQ
HERIPIEVFCKTCQLAMCTKCALIEHPPPEHKHQHLEQAATEGKDQLRPLIEQLKNTIVNADEEINNLGKEITKLKHCCE
NTEKQIDQHVMKIIDHVLRRQSEVKQELNTILNHEKEPLESKMKELELTKARLESAAEYAENLMKFASPSQCLLSLRGIV
DRVSDVLRTEITDTPNHDHVIWFIPNNIIIKESIGLVTQNKLSLNVEGLRKVINAGQDMLLAIKFRAGNPALWEDNIEVE
VQRPDGETVMFPLYSQRRSVVNVNFKQEGMHLLTVKHSTQLENENYRYKPYEITVIPAAGSVFCIGSKFSAPLYLKSPCG
ITINHQDNLVIADTDNNRIQTIDWKGNCLSWKTFKTFPKPFQPIDVSVSKAGRHFVTDTGNKQIVAFDDTNDMTIFGQNE
GIDPCSVQLSNDGCVLITGIQKGKHIISKYDEDGKHIIDTRNKGTKIGQFQNPYSITVNSKNQILVSDLGNHRILLLDAN
FKYLSCFGSRGTGDGEFNYPHGIDVDGNDNIYICDPNNRRICKYSPDGRFLCHIGEGWVDFPTRIAVSKFYPIQLGVIEG
KTNSIKTFYL                                                                      
>Skow_XP_002731549                                                              



MAFNSLSQGASLQSAQITPPGSLGDEDGYDPKIFVKSPSNYVCHICQKVLRSPVQLECGHRFCNFCCNNLVKQSDKPVCP
VNDCKEPVNREEIVRDHAARRDVLSLIVFCNFKSKGCNIQVKLKNLENHLQECVFATIDCIHKTLGCTAQVERRFLAEHL
ETECLYSAVKCKFCEEPFSKDELDQHVRRCPKAPVSCPNGCEVKAIPRNQLDKHLSECPLQPSECSFQEYGCNYRGQIID
IQHHLSTALSEHMQMILRSHEDLQLKHAELDRKYSELDNQKSIVDNKFKQQSEELCESKQKNVKLEERVKDLHKTLALQN
DKIIKLEHDLKEKASKAEVDTNRMLVHAVQESCAELMNRVEQIEGRPVVTSTGGANSADVNEIRKQLVQVGTQLGMHDVR
LAEQDLRFQVLETACYDGKLIWKIKNFARRKQEALTGKTLSLYSQPFYTSNHGYKMCARVYLNGDGMGKGTHMSLFFVVM
GGDYDALLQWPFRQKVTLVLLDQETGRRNLSDTFRPDPTSSSFKRPTGDMNVASGCPLFVSQSVLETPTYIKNDTLYIKV
LVDTSDLYGP                                                                      
>Skow_XP_002731048                                                              
MADARPKPERSPSRCHIITYDKISDERRIASGSFGVVYEAQHEDWGQVAIKKPIRITSITDKERCELEAEAAKMVDVRSL
NIVTLFGVVIDPSHYCLVLEYMCHGSMKTFQSKFDNPWPMKICMIYNIVLGMNYLHETANIVHRDLKVDNVLVGEGFKAK
ISDFGLATWKKYTQKYSIMNCIESTCSYMGTTSHIPPENLRDVNKAADYKFDVYSFAVTLWEIVTNETPYKNAQNHEHLM
GAVMHGQRPDIKLIPPECLDVIRNVMEACWDDDPQKRPSFGENEDAILDALGYLNKQLRDSPKISHTSLPSAKFVNDNNC
NGVDRIDQRSNNGAMFTMVEQDNLKNTVLFKEVAATIESHTLGLSEEELKRVLENAHRDDMINEWEINQDSHIFTIRGDL
RQMNDIHFKLQEIVQSENPSTTCSLSNASELDTMHTKNLSSTPVRDKRVEQSIQKSPIKGHRGDNLPKLLMVSQTSAQIG
TQNSSLDVTTIKEINVDQKLLMYILNVYADELKTYEREYGVKFGNSRSSLLISSTQNADREKGFNKAYEQIEIFVSYLKQ
NVVARNLDLRGKDVNSDDIEQAKQRTKEVHEHILLTVNERGDVLQIYGETRNVDAAVNTFSHAIDTSSLRKRDIKRNVPK
TTGLDFISLSDYIGRNKQSQVVSDGITVKQSHIETDSSADCMSRHADGRACLICMNMITNLRILQCNHVLCMKCVREKST
DNQTYCPSCKQDFGIITGNMPEGEMEYNDIINALGELHPNPGTRYAGNSFVSYLYDNDEGRTVLRLLKSSFDRHLTFSVG
KSNTVVTNEIEHWIDSSKRELPWKSRLSDYNKYLCHVKEDLAALGVV                                 
>Skow_XP_002730874                                                              
MKRQIRSLFGWECGKQTIATTTEKHRAQGLEFFKNPKVLPCLHTFCEQCLVTFKAKSEGVLKCATCRIHLLDTFQRQRQL
STDHPLMCEICKEKTATHRCVDCPQFSCDVCVKMHEHIPLLQGHQVLNIDKYREIESKGHLTLQSKVFCSDHEDSHLEFY
CDTCQVPVCLKCTIVNHRGPEHVHRDLQGVAEEYKTQVREMLEKLKVKEKQADEGKAAAESAREEIRNQCEVEKKKVRRR
ARELIERVKRKEKMLIDDLDERAMSGLKEAAINIDQIEFHYGNIRLQRKTDQDVQVKIRRSDASWENIDVTENSNGTHHV
MITGKIEGKQQVAMTIGNQQIPGSSFHIPVIKGLVQTVGKGQLKSPHGLAINKHGDFVTADRSIRRVVIHDRDGHFKQSF
EFTDQFAEPFTPSDVAISHDNEYFMTDDNNKQIVVSDDNGKLIRKFGSSEIDDSLGIAINPVTNNVYVSEYSKGYIRKYT
QGGRYINSLGIQGDKQRELNRPCILAINSKGIVYVADSYNHCIQVFNSDDQFMFEFSTTGDNNTMKYPRGVAIDKNDYVY
VSSQHKVTKYDGYGQFICRIDCDKDGLSNPCGVAVCNDGKIAVVDFDNKCIKFFVE                        
>Skow_XP_002730807                                                              
QLCRRSLSVYSQISEEFLLCQICFEAFTKPKVLPCLHSFCEMCLMRVVPKGSQTIPCPMCRCETLLPENGVAGLKDNFFI
LNLSDAFTSRKEDNQNRKAFCTVCPGSGPAEATSRCLECVDFLCDGCASTHDHRIARFTRRHRVISLTDNGQTAASKNVR
TEAPCSKHDTETLRFFCETCEVPICRDCILIEHKDHTHTYLKDEVTKYKNLIENLMRDVKVKVSSFQDAVDDVEEVEANL
IANKGQTEYIIQKTVESVVEALKKQEKELVVKLERICMSRLKQLAAHKDSLKSSLENLTDGFDFTEKALEHGSDLEILSI
KDQVVDRLQGISKISPQKDLTLERLSQLYFIPNDALTDPVSYALGEIKYENRENGTTSDSQLTIQEMTKEQQELEKKQIE
RKAAEMRKTKLMYELNDSTHEGGEFDWPSGVASTEDGEYVVITDRDNDRIQIYNRDGKFECKFGSRGKRNGQFELPLDVA
ISEEDEPCVYITDEYNHRVQKFTLYGRYMFHFGDNGTLKQPYGIAVDNKKGRIVVTDIGWHRVTIHDLDGKLIHKFGSRG
DESCKFNEPRYVAMDDNRIIISDHCNHCVKIFDTSGKYIHTIGSCGTGRGQFIGPTGVCIDNRGNIIVADCADRVQLFSP
EGEFIRLIVSEVDGISGPLGMAITQDGLLVVTNLGTHKVNTFKYSN                                  
>Dmel_FBpp0073753                                                               
MSYRRSQTICRFHLLGICRFGDLCRFSHDETTPNDNQSPQISEIADEVVENEQVVASTSSYSRQMTWANAPEFVPRYKAN
SADFQATEGVQDICPYGGSCIWGSKCSYPLHMEICKMCDLYCLHPMDQNQRRAHNRECLEQHEQAMELSFAIARSKDKMC
GICFDTVVEKKGRERRFGILSKCKHIFCLTCIRTWRQAHQFEATVTRGCPECRVFSEFVCPSAYWVDTKEEKDKLLSEYR
AAMGAKDCKYFNGGLGKCPFGNKCFYRHHRRCDDNQTQSNAVNSD                                   
>Dmel_FBpp0076822                                                               
MSKRSADDATGSSCLVAAAAAGQPPIKKVHFEPHLIGPVSTLEEMDIKVLEFQNKKLAQRIEQRMRTEAELRHRIEQLEK
RQTQDDAVLNVVNRYWNQLNEDIRVLLQRFDAETADELENRNENEVTTSFLAQLSTWDKEELDEKLANRVQVSKRAVAKI
VQVIDRLMQRNEKITHVLKGDSLASAGSGSGAGAGGEEEQQQASGDAETTTSSAGVHALEETLKQTHIEIMSENHKLQNL
NTSLHEKFHTMSLKMKEYQDAHTAKETENAELKNQIDELQYDLEKIHCRNDKLENHLAEAIEKLKAYHQIYGDPNKSTNS
AKTPTTTGSGGATTSVNSQLLEELQKELEEYRELANNRLQELDKLHATHRETLKEVEKLKMDIRQLPESVIVETTEYKCL
QSQFSVLYNESMQIKTMLDETRNQLQTSKNQHLRQIEVMESEELIAQKKVRSEMIQMEDVLALIRKEYETLRIEFEQNMA
ANEQTAPINREMRHLITSLQNHNGQLKGEVQRYKRKYKDTSTDNLKLRQELADALATLEGNKLQAATGAAGEEIKQENST
GVKEENSNNVSASGQTNQTNSGNDTNVAIKEENHISAEDEADDEASGKDVKDGIKQEKLSSGDAAAAEKKDSPGPGNSTS
SATNSVPVKNEKDSKDGVKGKDVKAVESETVRDLKAQLKKALNDQKEMKLLLDMYKGVSKDQRDKVQLMATEKKLRSEIE
ELRQQLKKLQESKREERKKLADEEALRKIKQLEEQKYELQKQMANHKPTDNSWGSGAPGTANYTRPFVGSHEEEALLNEM
EVTGQAFEDMQEQNSRLIQQLREKDDANFKLMSERIKANQLHKLLREEKTVLEDQMATATTQIEAMHIVLRKLEEKERSL
QATVASIEKELMLRQQAMEMHKRKAIESAQSAADLKLHLEKYHAQMKEAQQVVAEKTSSLEAEAYKTKRLQEELAQFKRK
AERMKKMEMSGTTIDEVMIEEIREYKETLTCPSCKVKRKDAVLSKCFHVFCYDCLRTRYETRQRKCPKCNCAFGANDYHR
LYLQ                                                                            
>Dmel_FBpp0079210                                                               
MSRENRSKIAFKRKTSNGNKSGQLTDYERIRGDVEIVVPSPPPTPAVPPSASLGKLKIKLSSAKISLRKNAQTSQNNLQT
APLPDAVRRKSAPQLFTFTIAPKSEVTSKIHLPSVPKLPGLAPKSSIRRSRTLGLSNSAQGAGSSGTGLSNVELGVQDRD



SGSEPTSSLAGGGSSTSPESLLDNILSGASSVSVQSSSSSQASNATVAQPIKAKEQLHPKRLLSLKASPELRVSPPTPDT
TQPQVQMPTQLLLSLTPRPEVFDAPSPLTRSPSRSPGISPPVSPSPSITLRPSTPPENTVIFTDDLKCGICLDVYTDPRT
LHCLHSFCLQCLVSENFKDESLWDQDQARSEEPSNYSLRSEMGGSSAELTATVSPARQRGSSFTLRRKKSMDRLVIRSKS
DGKRSTSSIGTRFTGSFASEVSTRCIRCHTCNYPTDLSLGGVRQLPQNYLLVRRIEVLRLQAGEDVISRVWCSLCTEEIS
ATYHCISCTLNLCTLCKEAHERQRSTASHRMRSILELRRARKQKQQQMGLGDSSKLVLRCGIHTNFELKAFCTNCRQLAC
TDCLVILHKGHRHETISRAIGHQGKLLKEATDQTRPLCQYAEHSIERLNAIARGINDRCDDIQTQVERYMQQYMDALTVH
RKTLLQQISRARESKVEVVLKQQLDLEKRTQQAMDAVRFSQELCEIGADVEILSYVTILLRRLEYCQQFKPPVDPKISDS
LHFLPKIRAPSTKDQRDIPLYGIITMQVVEPSLCTLEWEGFSQLRLHKKADLLLHSRDADGVSLCHGGLEINCMLKYKDS
SSKFLPVEVSDNRDGTYNISFTPDAQGTLILTITINDRPIKGGPFTFQARQVRPHTGIYHCCSFCSGKGNRNVMCSCEGH
MPGYSGCGHGHAGHPGRRHWSCCGNVLENSECNVANKLLNS                                       
>Dmel_FBpp0084614                                                               
MTSLDPAPNKTWELSLYELQRKPQEVITDSTEIAVSPRSLHSELMCPICLDMLKKTMTTKECLHRFCSDCIVTALRSGNK
ECPTCRKKLVSKRSLRADPNFDLLISKIYPSREEYEAIQEKVMAKFNQTQSQQALVNSINEGIKLQSQNRPQRFRTKGGG
GGGGGGGNGNGAANVAAPPAPGAPTAVGRNASNQMHVHDTASNDSNSNTNSIDRENRDPGHSGTSAASAITSASNAAPSS
SANSGASTSATRMQVDDASNPPSVRSTPSPVPSNSSSSKPKRAMSVLTSERSEESESDSQMDCRTEGDSNIDTEGEGNGE
LGINDEIELVFKPHPTEMSADNQLIRALKENCVRYIKTTANATVDHLSKYLAMRLTLDLGADLPEACRVLNFCIYVAPQP
QQLVILNGNQTLHQVNDKFWKVNKPMEMYYSWKKT                                             
>Dmel_FBpp0085754                                                               
MAEENPGALAANVPYLGVDELGASVIVEPGLEGSNAGGRTLPAAAIKFADLTESGSESGDNEAEEPVSAGPDNANAIGEP
GTSASAAEENGTVERNSPPPNCAICLSRCRRKCFTDSCMHQFCFKCLCEWSKIKPECPLCKQPFRTIIHNVRTLDDYDRY
PVQTTSPVPTENPSLRYHIVRRPRYTPLVQNQAVIVNDIEAAIAAGAAGEDVLSAAEVAAGRRSYSRFEPYRSELMNYYQ
HDQDASTSGSLSQLWRRYVYDRKLYALPVSDSVTGHFREWSARFYRNNPAQIHRLMPWIHRDIMCLLRNAAHSVNTVMTL
MSDLLPMTSLLGPTFRRRLSPYLGERTSHFIHELFNFARSPYDINGYDHVVQYSARVAEEVEVDLLDMVETQSSNGDDLN
LEVGDSDADAINAGFSPDWSPPRVRPSTSVIVTNPGATHSFSVTMASDGSELPGISIRRTTNVGSQTVAINLSMRRPAAV
ASEEPEVIEIDDGDAAANAEVAAINDGSNTSRRHAGATLPVTAHIELESSSSSGDEDECVFVLELKPPHMRTPEQVSLDS
NSDSDVVFVNEQHEAAPDAIAENRSTQSPLDLASRDQGLFMGPSTSGAAANRGKNWKLVMAQTRRLDQLRTLRSIRSKKS
RRSSMPARSDSGSSPSSCSSSSFHFSSSSDEDSSDSSTTNSEPPKKKSRKRVANNKRSKKESIGKRTSRKRKAKDQNMEM
LEQQQISQKKPQRQPESSSDSPSSSDDESGGDSSESSGQPNTNNNKSSSDSDDDSAVNMQLSALRATLKAEATLEDRKPV
KLELQLPDDDQAGPLHSRMTPSPREDNEPGCSAPKRRRSCSHSNQSSQSASLASSSTATSSSAPLSSFAWGAAGFSGDPL
MRGHPAMEEHDIANSLIELSTLTQPVNIGLFNEHYNSAENSMGMLSNTLCDSPQTLAADDANLENYFDTDADPEASRERD
AYSLEAAIDVVGESELQIAEDTATATEEQDEEDEEDEDQEEDDQEEEKAAEEEEEEEEDDDDSDNHDENDENQGLLPY  
>Dmel_FBpp0086906                                                               
MHLQNTHNTMESNAAMDAASPASRDVRQFHDLITCRLCRGYMIDPTTVDYCYHTYCRSCILKHLLRAVYCPECKASGGKE
INELNLKSDDTLRSLIYKLVPGLYQRECKELADFKEQHDLVDEQTTDEPEFFTTTELISLSLEYHPAMLHQCGPGEVPPT
IYLQCAAGLPVELLKRFLCSKYNIETDNGLVEVEVTYKDEVLPTNFTLMDVAYCYNWSRESPMAFCYRILLYDNEQTKND
ENNLSRINQDIEPEHSVRRSKSAKSVTFAEDLESEIDSGSPRSKVRCKTPPKVSPSSKNKRLTSSKREAEPESPVSNFKS
LRSNDMRYSDYAVSKVKSEPEQEQFLLPREREQQPLEANTNIVVSIPPSQLRKSYVDAEDFELKTANRKGVGHLPKLKIE
LNSMKSKLSMPLSAGPRLEDTSCSLSCSAQQLDLETYAKNIGLKPIEQPLQQSASNPDSKYSPNASPMSSCSSSTNGSSS
SLGTADASTSTSTSSSHRKRKKKHSKEPKDANGKRKKLHAEISSQTDGKMKVKITAKPNHKLDFKRSHSLASGELDLQKL
KLDSTSTSEALNRTLGEEARSINSLVVGGAPTPPPTPTAEPEQQQQQQQQQQQPQQQQQQQQQQQQQQQFVVLPKIKDLT
LPTSPPLPPSLFKAYTPSTTPTAPHTVAGGKPKQQQQQMPQQPQAVLQQSLAKTNPAKPPLSSNNNRKPNSGHFAVPQAP
THRNMYHMQRYQSTPSSIASAANKMPKRSMSLDESHPAKQARLSQAQAMASSYAAKLHMQTSNQAKSQAAAFLPNPQMRS
YGLPDLGSKPTLPMLCPASSSSQVTITPRPRATPSIYSFSEPNIHVPALEIVRLPVNKQSAGGKGLTMPPLSPPATSSAR
LMGPPAALPKHAGHGHGAAKRSCQMPTMPMPLPLPLPMPMTTIPAIVKSPPLSVALSGQRNNKGNSSNSNAYRTSPPALI
NLRNTAAPQHSFPSKSSPKVEANSKKSPPAAGCQGKTNGTAALDKSKTSLREFRPAVQSAVTATATTSVTTAAGAGAGAG
TGTGTALAKDADILDLSANPGRSNNDAKLAPNSPPAGNNNNNNNNNNNNNNNNNNNNNNSTSNSLEAALNKIKQNISANS
NGGPSTTSGSNSNGTTNGDDLQNLHMLSESATAREKISIKAASSGNGSGSTSSSSAKPKNANALVRPQNASVRSIPNPSA
LAFRNQPAAASTAASISKPLTVRAEEKPKVSTSNPGSLSPTNTSSSSSSSSSGSSGCSAATSPRAMTKKPTTIDQVAANL
NIRAEAKAAALAEEAPPVLSSNAAKSPELAKTTTAVALRPEPKETPITVSAASTLLTIPSAVSSVSAVPETMAKPPVQIA
NAPVASSA                                                                        
>Dmel_FBpp0086911                                                               
MMTPESKAIQPAAATTKQTAEATATTTMAHTQQKSQLSTLAKTTTTTATNKAAKSVVSNANSSGNNSSKKLALSQSQKTT
TTTTPPTTTTTTTAAAAAEATTNADKMQKQQQLKQQLFAACSIKVKSENTLATTANAALAAATTTTTTATPALATGKAAK
TILENGIKKESTPPAVESVEASSSSSSSSSSSSSSSSSWPTTRRATSEDASSNGGASADEEKSEEDPTAAVAASSTATTT
SDLATTSRPRPVLLTAVNPHIICHLCQGYLINATTIVECLHSFCHSCLINHLRKERFCPRCEMVINNAKPNIKSDTTLQA
IVYKLVPGLYERELMRKRAFYKDRPEEAALATPEQRGDDTEHLIFSPSDDMSLSLEYAELGELKTDSEPELVDTLRPRYL
QCPAMCRVSHLKKFVYDKFEIDAQRFSIDIMYKVKTIVLLDYYTLMDIAYIYTWKRDAPMRFYYRVYESPQPLVKPAPRR
VLPLKLEKQERENQEQQLAVEVASSKVEPVSLPEDQKAEASIKVEEQESTREIVKEVIKDVAATPPTETLKLVINRNMLD
KREKSHSPQMSSKSSSKSSPCTPVSSPSEPNIKLKIDLSKQNSVTIIDMSDPERREIVKPLKPEKESRSKKKDKDGSPKS
SSSSSSSSSGERKRKSPSPLTVPPLTIRTERIMSPSGVSTLSPRVTSGAFSEDPKSEFLKSFALKPIKVKVESPERTLNN
RAITPPSPSVQQSASPKSKGNNLDDSILMKPPSCMPPKSIASSKRKSKEPVKAVSKKQKLSPPLPTVDFKIRLPVTNGNS
SGTASPKIEKPLMPPPAKPPMLAPRKLQPSAQFAPPPSPIHHHAGVQMSAPGNRTPIAKRYQPILPKASRPNPFANIPND



VNRLLKDAGTEIKSIGGGSVENNSNAAQKPHLYGPKGESKMGPPALPATTPSQGNKNVGKQAGNLPMSAPPNKGNSSNNY
LNLALFNSSKCKGKEAPPGCRTPMYTPNSPIYSPSSPQYVPSYNIPTMPTYKYTPKPTPNSGSGNGGSGSYLQNMLGGGN
GGSLGGLFPSPPTKSDQNTNPAQGGGGSSSATQSGGNNGIVNNNIYMPNEDAPEKQQVKVKSLLNSCNINIPSSLSITIS
RDNGDSSSPNNGQHPKHKSPVNNYIEIVKLPDQPQDQVQAAKEAQKRQSPPAAVPGHLAAKLPPPPPSKAIPSPQHLVSR
MTPPQLPKVATPPPPSSPRVITPPKTSPPANAAKVTPLKPVLTPTQVDKKTPSPEKRTAAQMGSHSPTASENKSPKGGPA
GVANSTGGAQNGDPAAKKFRPILPRQNGMPELAPKLPTLAPFVGFNPLQNPAAGKKVPPSKKSPNAGAAAHQSGQQKLVN
GGQSQPAQQKTSPPAQKNQQQVKKVSKNPTPPPPSLPAVGKMMPHPVMHSQNAPLSIASSASAAAVASGQLDLSNFLKEN
LRRVHAAQAAQAAQVAAAANQSNMMYNLAQMGHMTPAMYNYQQAYFREQLSRMQRVGNEVFNDYLQKLKTAAATGGGGPV
EGELKPMLPTVTLPSPGATPPAASPKTSPLPAGKLTAAATAPQTKGNSSSGAANARQQTAATGNNGATVPAASLPPATKS
K                                                                               
>Dmel_FBpp0088499                                                               
MDSDNDNDFCDNVDSGNVSSGDDGDDDFGMEVDLPSSADRQMDQDDYQYKVLTTDEIVQHQREIIDEANLLLKLPTPTTR
ILLNHFKWDKEKLLEKYFDDNTDEFFKCAHVINPFNATEAIKQKTSRSQCEECEICFSQLPPDSMAGLECGHRFCMPCWH
EYLSTKIVAEGLGQTISCAAHGCDILVDDVTVANLVTDARVRVKYQQLITNSFVECNQLLRWCPSVDCTYAVKVPYAEPR
RVHCKCGHVFCFACGENWHDPVKCRWLKKWIKKCDDDSETSNWIAANTKECPRCSVTIEKDGGCNHMVCKNQNCKNEFCW
VCLGSWEPHGSSWYNCNRYDEDEAKTARDAQEKLRSSLARYLHYYNRYMNHMQSMKFENKLYASVKQKMEEMQQHNMSWI
EVQFLKKAVDILCQCRQTLMYTYVFAYYLKKNNQSMIFEDNQKDLESATEMLSEYLERDITSENLADIKQKVQDKYRYCE
KRCSVLLKHVHEGYDKEWWEYTE                                                         
>Cele_C02B8_6                                                                   
MTDICTICHNTPNRPVRLDCNHEFCYICIKGSIQNDMLNCAVCRRPFDSSIILNLSAQVCLKGDAPRDVDDDEEEVQDEE
IDVKPDVNLLRAAMNANQNGNRELVAAAPHMNNNGNFHNAQGNYQVPTTSQGMVNQFGWPQFQAHSDFPYTLGYWGNQFP
PFWNNAARNWGDVQQAANPVFAGNNQFLGNTQYNVFPPGQMGLPLPTTNIKMDIRDDEQNSVGGQQGMQTPTAGSDVPTA
AQYNVQANFNVARVKFFWLYSSRGDGWWRFDQRCEKDIEDEFLANKPNMEMYLFGKPYILDFVAMRQWQKGNLDAWRQIK
RVTSSEFDMHNVKGIAGCHVPNVWTVD                                                     
>Cele_C15F1_5a                                                                  
MSIWCAVCNDLKPCEEATQLIPCLHTFCTKCLKKSTKKMRVCPVAHCYSSLTAPEPMTSTCEGENCQRKIMGNAEILRTA
CHHDICQHCYDLASRKEKSCCPALGCAELMIDEEDMICEGPCKKALVFDKTIVIPCCGARMCDVCGPKWTNGRDFCELGK
CVNKESAKRRKSADATRQPCMGSLHCEGEVLRNFPSELECDHDVCIKCIGSMLDECEKNGKSPACPVKTCAIPYRCESVL
ALDAQFPEKKAFFSKFTLQAKFSMQTLKDDIVTNIIHGDLNTMNGQKFSLKIGQCDDDDGGMPMEFVREGTLGDLVRETR
RVLKILPTDKIYGYYRIDDNKKSKLDVTKDTIRSSCSSLNINENTTVLVDTTGIVSRPKKQ                   
>Cele_C32D5_10                                                                  
MDSPSTSESPLKKNTIQDFGESNMTESPQSKEEIDEPEEECSVCKNEIIDTTSLSDCCHEFCYDCIVGWLTKGSGPFCPM
CKTPVSFIQRKGTDEKITVQQIKSEGEPAATASEDLVTEKRIVSRKIRSCRRLMNQIDEIIGATSSRSDSQKRKPRLEEL
NSMKQLCVSQLNSLQMLRDDIDHGAAKALIVSKAAFRRLIYERQVISEGLPDATNSLSKTEFRDNIDHYRAVLHSFLSVE
LKSLPAKTQPRVDNENSWYFYTLHDVAEGKDEEIINRIFSMIEDRGTRDLNAREVDAALNGLVSCRVVIAFIAELKSLIN
SRKSFLEWCGAITYRIRTDRGGESAGNDVVTVDDSIELEPEENRSNHRSRRFPVFTPFDRVFGSTMGHMYRGQPQAPLRL
GPNATNPFRPAPLPVPSQLPIAGIPWAELTTSSAGAGSARSRGSDSVVEIDDDDDNDGVDVDDDDREDSDEPRTYSNSEE
DSDEEIQVVERDDTIILDDSNRSLPKPVANGSADRKRKYEFPLEDHWKKAKTSQLPEGLVDDVQELIAKYNMPLTQSMNM
LVGAAQEAIIRINKPMPSTSSAPDISKFKPDDMLQLASYLSRTGALSRRQ                              
>Cele_F11A10_3a                                                                 
MTRKRPALAEPVSSSRSRVTRRSTTGAPSSKKKRSPEPESDADSEDDYDGPSTSQTKKLKRGNSSTNRGKAANKTKRGSF
QVKQEIMDDDENEEKIDGEVENGITSREHSPDPSTFKKTAKLQTKKKKKKESPPETPPTSPSPSPSRSVSPSTTKSDISS
KKGRKAVVNSVSKVKIEKESTPVKTNGRNLPPKRKKKPVEEETAEEIKLRERAERKARRIEEAKNRPKLTIEQKLAKLRK
KKERRERRKEQEKEESMRQKYGQRKIKAEASKWNFGPISSINQRRRDEMMAYFPKANFLAEDGVPKVMNNFRRATVKYNM
EVLNPFITCGICDGYIVDATTIIDCMHTFCKSCLLTYFESDNNTCPTCGTFIHGSHPTHYVTYDRAVNELVNQFVPKMEN
NELDVRKTFLRDCREALGIDTAAEDRERKERLERERITGTNRCYPLERPRFSHHRDDCQVTVNLLPGTANLPLITRPYVR
CSEMTTMNTLKKFLSLQIWDDQSRYSDLDMFCDGQLMGKDFSVRFVWMMKRRGQPKSEPLIIRYHMTRT           
>Cele_F15H10_4                                                                  
MSDKVSENNDIKGFQLTNRENEQPMDLNLKEKKPTFTIVGCELCQIKDEIRIILRQCGHVVCLPCVLEYIKNKIIVDGHP
RFKCPLSTCNAVVHENDINAVLDEKEPALERYMSIVHRRYLQYKQNKHSIMAALPSSDIKRCPLCRSIYMHVVGCNYVIC
ANSACNTAFCWLCEKPMGRPSSHFTTASKCRLGYTDYERIFRSIQLILDVNFVILWILLPFVYLIAFLYIPVLIIFLIPA
SLAYDAYRKEKDSHDFLVPIDVLTIIFRVLIGILIGIIVCVPFAIGSIVSGSVLMFLYMGFLAIRTIPCGLSGDRVGTFL
CLMRWAGNLFKIGPYGKLLEEARKERNDALVKLEENRDDFKNALSTSKVLVGTTTTSSTTQATTIGGSTSTAGTTVEATT
TTQA                                                                            
>Cele_F19G12_1                                                                  
MGDDDRCKTGILIRCLGDLQEMEDGYLRKMEVMEKEQVAAEKRLVECREDVAKLRAENAQLATDIDNLKTATENTGNAEI
AQLRTELSAVPRPCCAVCLDSYASRGPKKPKVFSCLHTYCDACIREISSRHNGEMKCPECVADVRILGTNFGITNAFRS 
>Cele_F40G9_19                                                                  
MTPSAVGNIIFWVFLYFIIGCFALTYLIALYLYLRWFFRRSSKMPKCGNCGLKYKPTGNMAPRVLNCGHSCCGGCIKKLV
GQMTWAGIIYCPFCTRSSLLNNKKWKSLVPINYSTICDILKK                                      
>Cele_F44D12_10                                                                 
MKEALNTEREKTDSYRLKWLDQMRKMVFNMEEENGEPFDCRICEICAAPYREDAMRAPRVLPCDHTICTDCAGHFVQKKQ



FSVHSIAKFHS                                                                     
>Cele_F54G8_4                                                                   
MSSSPQNEAEAREKMRELMSRPPSSRPADFVNPLEKIEQLLTCPICLDRYKQPKLLPCQHTFCYPCLESCADTLHRNLKC
PECRAEHNIPYDGVKAFQPNYTLTGFLEIHLQATPESAAEIEEYIHRYNLERCKICDEKADCEPCAHCDRKACKECRQTH
MDMLKRDMSRLLNQVKRLANRITEASDNLSKGVDMMTMNCETTKAEIKEYFHRYQRDLKKKEDNFLMEVDTFQATETRNM
SNLRDVLEIESSNMSEAVSRLDAAIKGECSIEDSELVRMKNTFTEGLEYLRNFQPDADELFNRKLRFSAGDDAAKLPAAI
TTSGELCVLVPQFSGRYLPLEQSYLPRPFRLPLESDSYRVKSDERASMRDREADRTSSRHSHRNPEPDESSIRYRRRQQL
EDEAWNRLRNSSAAPSLLTTSVTADSSSRTSPWAADRVTRSVEPTKSRPTSLIVPNTETPRTVSPASKPPLPPQSVERVE
RTEDASPAPLPQLPIRKPPLPRQQSSNDDSLNEKVETIRRAHQQRQDASRAASRAVSSEESEGEDFPVSTNRGRIRIVCR
AASVNRDDGLMSMIPGTGTIINVPPPQHQLPASAPITNGTSEQVAIPVTHFTGEEDESDIVVPAWLQRRRQRFQRSRTNP
DIQAQFTSARVQQLLAERQSRLDSSTTTDEEKEKLAVLRQRGRSASREAGEWRARGRPRAVFGRKGAKDGELNWPRGICA
LSGGLVATCDSSNHRVCVFDKDGKFVRQFGGYGAGAGQLDSAAGLASSKLRVIVSDRYNHRISVFGLEGDHLFSFGGHGQ
GNAKFNNPWGVAVDDLGSIYVADKDNHRVQVFDKNGQFIAKFGSFGHLPGQLNSPLFIAVSRVTHHVYVSDSSNHRISVF
DPHGVHLFSFGEEGFHGGQFKFPRGIAIDSQENLIIADSGNNRIQVFDAQGQFVSSFGTWGGGAGQLKGVEDVCVTADGS
IVVTDRENHRIQIF                                                                  
>Cele_T13A10_2                                                                  
MGDDDRCKTGILIRCLGDLQEMEDGYLRKMEVMEKEQVAAEKRLVECREDVAKLRAENAQLATDIDNLKTATENTGRLNA
EIAQLRTELSAVPRPCCAVCHDSYASRGPKKPKVCSCLHTYCGACIREISSRHNGEMKCPECVADVRILGTNFGITNAFR
S                                                                               
>Cele_Y38H8A_2a                                                                 
MENKEKIFNAQHPLSNVNARSITYRSGGKSPKSPRRVDEENKTDEELGDALGISHRCDECDEMMKFETWVERQDAILECG
HGYCKKCIPNIKKDAHTLTKCPVVAVKCRIPNWYQTGQAAKPSHRKSEAARKEYSTKAKLWNFEYKGRPLVVSLRRDATY
GDLETSLSMLLNIDLKTNMILIHLPHSYNGADVNYFMKADDSLTNGPYEKDTKLSHLRHPKIAALSLEVTEKKTPSSETP
SKENPKSPGPLDSNK                                                                 
>Cele_Y57G11C_48                                                                
MSPCRICNEETSEDDVQLREELNCHHTFCNLCLTVYQGTLCPVRFCEGTRSTDVIVDEMAGNNGSQIAFGAATSTLFKID
IKEKLKCEARKKGHACENIARMVLTHCRHRLCYDCLLDKVIFALEKKFPPRCAISRCANTLSWSEIQAMACHTNQFARIH
ELAQKQSIAFVIPCEKRPNEMEILIECFLYSNETNLKTIVLPKLIVITDAITAIVQLLRVSNTKSLSSIHAYLRKNCNDK
RGKYKYEKVPTDAKSTIKEAGWGDNKVTLVIDEDRQIARLR                                       
>Cele_ZK945_4                                                                   
MNMLRCFPECGICGQEYSEDEKLLIPRILTECGHTICTGCAGKIKGQSSIIACPFDRIETRIWKKDVTRLKKNFSILEIK
QEVKDRKNRVISEKNEKKERNKNGVCDENTNHHASNYCETCDADLCEECWTWIHSISTLAHHEKKMISTPDCQFHPGKSI
SLVCMRDRCKKRQNRLMCSECFLDKCSDHFEHEHSSLHLELPELRRNICSSLALYHEKEKKILANIGKLREIIATYSYDG
EPFFQKKNELLRFRHFEMGEMDQAIKVLENEVVKRVRVLEYKISNQKLDLDWLQKNKDAIVKLSALPNMKLVQRKWELEV
TVKRIEKDSAVRRPEFLADCSTCIVHVLSQRPLQIEMIPAFRLEIRECHRNEVRKFIENHSTRISSRSNILRYNCDFLEI
IDRTEDLTIYSEGLRLIMIVDLLDGDRDRYFVALEQLEEAVAYEKIIVGLKSYSRGHGEAASNFLTKLADLHNKMPKITV
VVNVDRSEDIEKIVNESII                                                             
>Ctel_129838                                                                    
MAGGNSLMNEIYDQFLLCKICYEIYKRPKTLICLHTFCSDCLEKHQDAEVERSYRYMLYSRAISCPICRKKTELPSGGVC
RLPDNFLVDNLTDVVNRSRTTSDQQVPCEICKPASGRRLAISKCLDCSKLLCSNCVELHKKTKVTEKHSIFDIEVEKDIK
CKVHDDEVVRFYCEPCEMCICILCTFQEHKGH                                                
>Ctel_217655                                                                    
MRPQPCAAGKIDKSEGNVLQRKERTMATNTVPENVVRDFFCCGICGYVFKDPRTLPCHHSFCAECLDKYTDEATSQPSAA
WFLCPRCRTVVPVAQRGLTGFPKDTFLAELQRRLGISEHRHRIHELDKDSGLGSVIGSRESLCVPFDDVTTNKGRSDVVP
ERVCSVCESKPEHYCEVCNRFICEECSTYRGEHALHRVQSIAHISVGCRQELQKSLHTTRKEMSSLRRGLSELDKYRMQM
KTSKEDAIQDITNRIDAIQRELNLAHQRLVSEVEVLTLTEVNRVDMQRDHLKFNVATLENLSLIMLSILNNGSDLQIMKT
SSVFVHAADEAMKNISRSEEHHLQERPFQVKLIEPVFHLNKEVGELCGRIWQGRGNVPKELDGQSRVGTFSEEARMVDSF
SLLSESSRQTPCLTNIASTENGELLVVDQANKVVKFVKKGATYKKIYGSENLFGISKLSGDKIVVTDHTVHIFEASGRFE
KVLRPEPRDCRGVAVSGDKVYTADACTRCVYVISLSTGTVQKVITQAAGIPFKTPSWIAIGKNAEVALSDPGSGLVSIFD
FNYSLLGQCCAVSNPSGLLFDPSGEHLLICDAKRNSVVACDLTGKLVRTVVGEEGFLHQPQALTTDEGGRLYVAEKDGQV
KVFTWKA*                                                                        
>Ctel_144583                                                                    
MEDSLENCSAFSDSHVCRLCNERLNNPRILPCLHSFCSDCLAKEVAMPSPDSSSAQERLTRALVPSIITCKICKQEAVLG
PNGVEELPYDYVLMNVLDMEAIADMQIICTSCKAKEKAVARCSDCANFLCPNCVTAHQYMRCFENHKVVSFEELRSSEGI
AIHKPIFCNLHTTENLKYFCNTCQVPICNECMMAEHRQPEHKHERIPELGDKQLNDLKHLVSESRGKVSACMEASSNLEN
MLSDLQMQRDNARGLIEETFQTYRTTLQKQKDNLLSELDEVHSHQELSIMELFHNLEKTIEKIDDGCEFTERVLKHGNAV
EILLIKRQIQDQLMSLISNTPRLDMGVKIEFRTDAANFEAAIKKLFGELRSSNTPTSAPEPIEGNAGTPTPTENDLAAMF
GGLPQSSSSSSRSQTPQHLNEIAGLLSQTAPLSGLASPGCPVLGSGASGSLISSMNAPGCEWNCNMLRNGIIYGLCLAVT
QIPGTPINLGETTPPLSATRGASKISAMQIRCKFGQLGPGKSQFNSPHGFCLGMDEDIVVADTNNHRIQVFEKSGEFKYQ
FGIPGKEEGQLWYPRKVAVMRHCGKYVVCDRGNERSRMQIFTKNGHFIKKIAIRYIDIVAGLAITEQGERNIVAVDSVSP
TVFCIGETGELVKWFDCSDYMREPSDIAISGKEYFVCDFKGHCVVVFNEDGQFMRRIGCENITNYPNGIDISDHGDVLVG
DSHGNRFHVAVFQSDGSLIGEFECPYVKVSRCCGLNVTSEGHVVTLAKNNHHVLVLNTLYIA*                 



>Ctel_22788                                                                     
SPTPSTDTVTSSASNSSDGDMDLVSNPSTKCALCQETFTIPKVLACFHSFCQPCLEKLQSCPDRIECPTCQADTFLTSSS
GINGLLPDFPVSNILEANSMENANSLHCTCCKSKEMSAVARCFDCANFLCPNCVMAHQYMHCFEGHRVIALEVLQSSKEG
EKVEKPIYCSKHKHEAVLFYCETCDIPICKDCTILDHSRGHEYNYITEASSTVGDFMSRLSEQARVKAHDLRGMTKHIEH
SNNSMQMHYHKAQNEINDTFAFYVSMLEERKTECLKELDSAFNAKQVSLSTTAQQMQETIKKLYLGCDFIDKLMKHASPT
ETLMFKHMLDSKLHSMLGYSPDITSPAAFELEFVSNFQAIQVGVRNTFGYVRQCGEPKAQPPIARPNGMTSNSLTNGIAS
AASNGFASAASIGTFNDFPASIGNSYGLGGSRMNGNLFEPPSNLMGSKQNFPSSSSLTVQSTESVMSNGSNPYDKWSTGG
MDIFQTTGGDVFSTAADPMIDLTSKLITANIYPPKSQIKRQKMIYHCKFGEFGVMEGQFTEPSGVAVNAQNDIIVADTNN
HRIQIFDKEGRFKFQFGECGKRDGQLLYPNRVAVVRTSGDIVVTERSPTHQVQIYNQYGQFVRKFGASILQHPRGVTVDD
KGRIIIVECKVMRVIIFDQMGNVLQKFGCSKHLEFPNGVVVNDKEEIFISDNRAHCVKVFSYQGAFLRQIGGEGITNYPI
GVGINAAGEILIADNHNNFNLTTFTQDGQLVSALESKVKHAQCFDVALMDEGSIVLASKDYRLYIYRYAPTP        
>Ctel_215285                                                                    
MAQVYHGGRNQPEQVTDEYLSCFYCKSPGFHLPARTLLCGHISCDACIRKHISNGFGDDRQVVCPTCQRVTKTPQVTHNN
LQNNVFVETQVDRLLRRHNAERQRNDMLYNIHQYRQDGSGKASFVPLQL*                              
>Ctel_86968                                                                     
SPGACGPGSPSNRSLDDLLTCPICLETFSDPKTLICLHSFCANCLESCKRPYRRDVPCPVCKKVTVLPTTGVQGLQNDFR
IQQIRDIITSRPQSPGADA                                                             
>Ctel_128199                                                                    
MSAPEAPPQRPLVSDLHQHLICVLCRGYLVEATAIVECLHSFCRSCIVRNLATSKYCPVCDVAITTAKPSLCIRPDEILQ
RLVYKIVPNLFEDELKRRKCFYADQPPEERTNPKAPLVQLCHNYRPPSSSRLRRGRSSEATSHGDDRRYLSCPARMTIGQ
LKKFIQMKFDLTENLNVEIFFKDECMKNVYTLVDAAYITKWNMVS*                                  
>Ctel_207553                                                                    
MLSTSKVKLTELNPHLICVLCGGYYVDATTITECLHTFCKTCIVRYLDSSKYCPVCDVMVHKTKPLLHIRSDHLLQALVY
KMVPGLFTIFGRRDFWNCKN*                                                           
>Ctel_128203                                                                    
MWLYTHNYTLCTGCNRQCVTRSPAVVYCACQCIVYFVVVFFHRSHEERRLRVRDVNSHVTCRLCKGYLIDASTIQKCLHS
FCRSCLVRFLASNHACPVCGVLLNRSEPLLNVRLDRTLQNLVYKLVPGLFKDEMQRRHHRYFSPKGTAPAGQSSSTSVIN
PQNYSHIVTEDEKISSFVSFLTSPCLNQYILSQSLHFHRNDLNSQDEKKDCRFLLCPAMATVMHLKKMIRCKFDLAAKFQ
VCNWLSISTFYHLISHRRIVQYRDEAHV*                                                   
>Ctel_144792                                                                    
MSATPGTKLAQEIHDEFLVCKICLEAYKSPKSLNCLHTFCEQCIENHILSESTYKKYTDYREFTCPLCRKRTQLPIGGVK
KLPDNFLVSSLSEIVQR                                                               
>Ctel_227017                                                                    
MALTCRLNLQELNSHLLCSLCSGYLIDATTIIECLHSFCKTCLVNHLQKTKFCPTCEVQIHKTKPLENVRADKALQALVY
KLVPGLLHRERQRRRDFYDASKDCKDVNLESSICTFGDIKDGEVAYYPCGDDDPMEEDYAPDRTPEEFISLCMQHCDRPP
PFRYDDEAEKKCDKRFLLCPSAITIGHLKKFIQMKFELPDSFQISIYHSDQSLANMYTLIDIVSIYTWRKVEPLRLYYTV
WDGKAHSNQLTPPCPSKVINTDFKGNTPSKLKRKLSELTPEEKREFKKCKLEKLRRKTKKLKMKLKKTSDEKLKEKLKKR
LRLKRKIAGELEEAGEEGDEMERILKHGRKHKKKLNRKLKREEEKCESEKENKDVKCDVKSPPVLRQMEESPVIQKLEPV
EDSAVKEAVKEVVKEVVMKEVKKEVKDIKEVVKEVVVVETPPKSGKENNIKRSSTRLRHSKRKTAMDTKKKLITRRILRR
KCVTDDRNTRISQLKLKLSRLKRNLSNHDKPGWLRRRKKQT*                                      
>Ctel_156814                                                                    
MASSSPFASLMHTPTDGELPLFVNLECKYRCPMCKNPMRAPVQTECGHRMCLSCIENYILERTNSGTPAPICPINEEGCE
PVTIETIYPDYNMKKQIEGQHVFCKNKDFGCTEQLKWKDLPQHLFACKFQPKECPNKEFGCRENVTEADYMEHIESKCLF
RKVECRFCKNKIFSSRLDDHQRGECQESFVKCLNDCGASAMKRRDLRRHMAECPMGDPSCPYMDIGCNFNAKNSTALQDH
EESRATHHLRLAMNTIQEQRTEIVHLKSLYEKLKEKNRTLEKNHARLEISMNQFREELRNLHELAESNGNLNAVSEQVNS
NKARIDMLEASSSGLAASGSSGRSSAFTSIPEDVRSMVVSHDSYIKEHEQFMKQLDLRIQCQEGVSFDGTLVWKISNYTE
RKQDARIRGDAVSIYSQPFYTHRFGYKMCIRGYLNGDGIGKNSHLSLFFVLMKGEFDALLKWPFMGKVTFMLVDQEKGQR
HIQDVFRTDPTSSSFKRPQNDMNIATGCPRFASHDVLEQKPYMLNDTIYIRVVVESVHSAAR*                 
>Ctel_227568                                                                    
MSLDEAFLGCPLCCRSLHVPKLLPCMHIFCRKCLRNHVDKTKHLVAKDPFRHHGDDCHDSGYSGDAIGAHDEPSKHDDGG
NYYEIPMRFDEAVDTSTETPASSQNSSLERSDTIYENEDSYVTAASCMASSRCKAKAVTIPAVANHKPREHKPSISSLDI
EIPADDLLRKPSITTPALRKEESTQYLNMGEVDANAMLYVNADQAAHQRATYKHWTIRNSNHYEDLDQQDSIYDVPRSTE
LEESRKPDDEYLSLDTQAEVKVQEEEEAAAPPPPPLMRVRRKGPVEKKPEKLKHNKSRGSLPPLPKLDIKLVPLDKAVVH
EPLDKAVVQKPLDKAVVHEPLDEAVPIYEKAVDVITPTNEDSYVFPCPVCEKVIDVPVGGVEQFKTCGLVKTMQEMFVSQ
KKGKPLCANCESKNARYKCLDCKKYLCTGCHEAHHWRKASRKHKVMSLSGTLSASKKRETDSHSAHCNLHRRKPSTHLCS
TCNHIICYDCLKTDHSRHVCQTIENCATRDRDYLQSAMLGVGAIQADMESKGKELKEYSVRCATEKKKVLAEVAKQRSLV
LKKIEQAYTEITKQVEEEFKTEQKRVEAIEQEVRSSQMRLEQGVAFAENLLKFGRDGDLADASHTLFQGLNEVRHMDTKH
LQNELHINFQPDQSAIELLKPFIGEIHAEQIVITGNQPEMNNTDESTQPPILSCKFQPKTFKDQKGCKPTGIAALPNGSI
LIVDDINKKLKQFDQQGHLLWECAPSDEHAFVDPWDVAVTKEGNYAVTDRSLHLVKMFDRNGEFINEFGSMHLQSAWGIA
CDSRGRIIVTDATQKSVLVFDSVGTLLFTISNRDRQLFKCPEYVTVNSNDDIIVSDFDKHCILVFDPTGRMLFTFGQKGA
GALDFNVPCGVCTDSDTNILVADYTNQRITKLTRNGEFLSHLATRKHGLILPQALIMTPDLHLVVLDRSDVKVFRFTVEE
ESVEQTRLSLEMSVAAPVFTGDDDNVYDVPTPSANAKRPYYTDTLRKGRASLTALGNESEQLYINLSQGQTSSVETT   



>Ctel_225467                                                                    
MEENHTSSYSSKTPDSKPRLNKHCCVPGCQMNLYEYKGRKVSYHRFPRDVALCNQWIEKIWGKSQAPPAIFNRGLVCSLH
FPPDERVLVHTCYPARYYLQIGVIPSIFPNTEQWLSLHNQSEIEPSPSSKPAIIPPYQGPSMELQRWPPDIQIQATDLNS
LFVCTLCNGYFYNATTITECLHTFCKSCLVKHVDRSLHCPKCKILIHPTDPFVHMRHDSTIQDIMFRIFPNLESENQKKE
EEFYVSRGLPWPPKEKEPEEPKGKAHETHYAAVMLDYAGASSELGRFEPLQKHYLWIPDKTTIRHLHNFLKKKLNLPSDI
QEEVLELQYGLTKNSLNIFA*                                                           
>Ctel_224482                                                                    
MATSCCAGNQKDLAAAMQRHRFTTTQRLRTFLVMADDKTRNEAGNIRDALRVSQLDATELDTQLFEVIKAQLNNIFTYFK
PQFLVKYSPEINAIIRSILWKYSVGSDASTIGQQLLDLKYMNTRSTCPDDLWMTRRQRLAHACLFVGLPWLDERKAQLKA
STSSVPHSEHFWYAVQWISKAVRILSLLNFLVFLTRGRYQKLSERLLGIAAVFPHPVGSRQIGFEYLDRELLWHGFAEFL
FFILPLINFRRMKNFFSRHLSLRSPATKEQRSERDFTECTVCGLWPFNPQQIGCKHIFCYYCIQSNYAADVRFTCPECGH
GIAGADGIAPVVLETGS*                                                              
>Ctel_86119                                                                     
FKMEALVSSNLRFSDCACPVCLSVLIEPVTMPCDHELCMPCFKQNVEEANFTCPLCRKRISTWVRRATRTNSLVNTKRWC
QIQKAFPDKVQKRLQGVEDDQTSDEEFISITPLSEPGAIRDEYMKELHRVSAMKKEQEVEEDASRNLIQQLTEEENEKER
ERRRIEMEDEAFAHNLSSDFAQVSSAH                                                     
>Ctel_107755                                                                    
QPLKLRIRDFNPHIVCSLCAGYYIDATTITECLHTFCKSCIVKYLQCNKCCPQCTTKIHETQPFLNLKPDRVLQDIVYKL
VPGLYESEEKRKQEFFKSRGLIPEKKLDDDAEAPSLTSVYDDPKSHYYCHDEQVCLCLESYG*                 
>Ctel_149212                                                                    
MRGKNGPCERKVRLKTINPHITCSLCKGYLVEATTITECLHTFCKTCIVKYLEEHTSCPKCGELIHQSHPLNYISHDRTM
QDIVFKLVPNLQQSESKRFDDFYTTRGLPIPKTHPVGLEDQKDVTKEERTQSHANDDGDCHRSDEQVNVFLECNAHHLKS
LKRKYIRCSSQSTITHLKKFIALKIYNNIDRFKDVDVLCNNEILGKDHTLKFIFVTRWRAKDTPLKLNYRPRLEI*    
>Ctel_197997                                                                    
MVYKPQSAYPAEEYQVLMEALKEEMAGDDLPSLHRAHRQMSSECRILGMACKLLETLPQQLIGNRSRDLLPTKIFHLLTE
SLAPEKAFASVEECGVWEQQVERTAPVLAQAMQHAENPEKLRHVWHKLMTLKLFVKHVVLTGDHKLMMFKKVYALWKMMK
DDFNMKDRSSLVLIENLLSSCNQQASKTLLKDTNCVGVNCKSMATNPIMLPCEHVLCNKCFEDWRATDRTDCPKCSNNWP
DDWEPQVSDLTSGPIREYKSYRHKCEAFFMELVSQLCFSQDEPPSDEVIERLMSYVTKEIKTDETHIYLASMDLSPLRDT
SIDCMPVVRSFILQLLLQYKVDLVRHHLETYMQQSARVLVNHDASKQLAMLVTVCLQDHFQKQIAEAPSEDARLNVVRRF
LTDCQKIEGPERVALARAALDELAKLIALVVNRERRLSQQIEQVLEPAAQLCEEQDGCGPRGYLLKQIVRQFSLDLVLKT
QSIAQLHWLLPPETLLNIDAQPDRFLVCGNEYAEMRNIVAQFCLDANPAPLEEAFQHDQVDECSLLLCLHRTITQLHRFA
DADMRPTDQVIDTLREMITQHHLLPNYSLLDDLLRNELPGLLHCEQNQPGAFLPTMPEDDIAVVREAMLEARPRSGDSNP
YMWKCPNGHPYVIGNDLSAIIPNVPDVPAFLEAHLRHDLRQLQAALGCGSDDAFLALHCTLHRLRATPPANQDFDLRNRA
ARSQWEDAFCAAVINPVIQTMDASLQEANRAMANDQQLSTLAQLLWSEMTFAISGHGPLMKMLHEVDEPTDDAQMQWKFR
GTITVQSLLLQLHEKRNDAADELQLLRLFLSRIHILAAIRHLPNITFLLERLRCRFSYSISRTEASKKKVRQIPTDLWNT
ANIDELVESFACAWNSVRKELAKYAVMGRALVPPEFCQIEVTPDAPLAMLLPSERGMGRCALGLVHYLCAQQNEFLETYS
RITKKSLSSEAMSASEASLLHLISVNPATDLFPILMAYQSYSVSTTLNSDYDFHSLQDKILERFVADRELLRYEESPVVF
VEDYNSSNLFAQLAAIVPQVLLPPEASEKLLHTIWELPDLCGLIGLLDRAMNYLISIGGKEDAQLTDFIENTLRMQQKIR
NSTVVKCQLRHVEHLWRLLSMQKAHLMSSLEEDPFESLSAELKEGIADDVKKEIQVYMKANERQHWDIALMLFNYMIITL
IPQSTESLAVQDYPLKECLSEVYGDDETLTKLVDVFPESLLNKHLAKAWEVIVSYMDNPVF*                  
>Ctel_89528                                                                     
FKMEALVSSNLRFSDCACPVCLSVLIEPVTMPCDHELCMPCFKQNVEEANFTCPLCRKRISTWVRRATRTNSLVNTKRWC
QIQKAFPDKVQKRLQGVEDDQTSDEGN*                                                    
>Ctel_208517                                                                    
MESTPYARDKQSGIYGQAWTNPPHVAQSTCLVVHQEEITRLRDEAVAIQMNQPIEDSEKREQEALKLKKEQEDKMTEMMA
KSMQMSEFIQEEFLIQETAHQEEINVLREKTMQAENKAKKVLRHVDNLNLTMVEQQEQIKRTLKDAMDSELVCPICCEYF
VQATSLNCSHTFCSACIETWLRQNRGCPQFRQIVTSRVRSLALDNHIDRLVDAASQEEKEARTQLKQERNNGGQRMTVGG
TSLLSCGAVWLLGCLQALSVWLT*                                                        
>Lgig_56827                                                                     
MHRSKKIKIGDVNPHLLCVLCGGYFVDATTIIECLHSFCKTCIIRYLESNKTCPSCDVLIHKTRPRLNIRSDKTLQDIVY
KLVPGLYKNEMRRRREFYSQYPNKDDTNSPSEKRGDEMAERFIFTENEKISLALEYWRDDKKTKIDKTEKQRTTDIRYLQ
CPGALTVAHLKKFIRLKFELPARCRIDVYHKKEVLSDLYTLL                                      
>Lgig_106854                                                                    
MATGTKLMKEINDQFLICKICFEPYKDPKTLVCLHTFCCDCIQKHTEAENSRPSRYNLYSRYVGCPLCRKKTEIPSGGIR
NLQDNFLVSSLTEVINKRVCTKVPPCEICHTIRPRSNEACSKCLECNKLLCAGCVELHMTTKVTQKHSLIDIEGEKDIEC
KAHPEEIVRFYCEPCDACICVVCTFQEHRDH                                                 
>Lgig_117541                                                                    
LKIRIRDVNPHIVCSLCAGYFIDATTITECLHTFCKSCIVKYLQSSKKCPQCSVKVHESQPVFFLRPDRTLQDIVYKLVP
HLFENEEKKREEFNRTRNANQETQGCEPGGLAPRLSSIINNPQGHLYKYDEQICLCLERYSPQKIQHNGRWIQLQPLEKK
FVRCSIRVLVSHIKSMLHKKLPLTNNIKLEVLCGDEEMQDEMSLKQIYLMNWYTRVSL*                     
>Lgig_118698                                                                    
MEEELKCPVCRRWYSKPLLLPCSHSICTACAVAGQEPTQNMVSSSVGGTGAQCPSENGVGVNGTNCPSEADTVSIMEMDK



LSLISEADSGVVCNSRPSSYLGTPSVENIFTPSTVQTYPYGLRCPVCSKIVLLDDFGALSLPINKVLEAIIEKYTQPKEP
KKVEVRCELCINKAEIATTMCEQCEVFYCDTCRDGCHPARGSLAKHNLVDPTQGQNIIESKKKRKEVKCKEHSEEVLNMF
CVGCKLPVCYVCSQDGRHINHDVQSLVSICKQQKNELSQNLQSLSEKAKSGTEFIQRLKTMAEKINGNCSEFEATVIAQC
DALIERIKLRKVELLASVKEEKDMKTVTMKEQVSDCTSLLQRTTGLLQFCIEVLKESNQSSFLQISSGLIYRVSEAKGNF
NKEMEFAPRISPEFEMTLDNKPSLRAIENMNFFQMKAPGEPYILPEECSAENNSVTIVWQPFCNTTVVEAYTLELDDGNG
GDFRVVYVGRETICTVDGLHFNSIYNARVKGHNHAGESPYSEIVSLQTAEVAWFTFDPVTTHQDIIFANNNQSITCNSFD
HRVALGNVGFSKGVHYWEIRIDRYDSHTDPSIGIARFDVDKNTMLGKDEKAWSMYIDNQRSWFINHDEHTNRTDGGIQPS
DTIGLLLDLNHHTLSYFINDHPHGPIAFTDLHGVFFPAVSINRNVQVTLRSGLEPPVDSEVGESDVD*            
>Lgig_122108                                                                    
MAAALPNNPNLECSICLESFKTPKILSCGHSFCFECLVKYIGDIKKKFPCPYCKQYVRIPQGG                 
>Lgig_123530                                                                    
MEKLDKTCSICLHDRKQPKILTCLHVYCCQCLLDYVNKSLKDGQFPCPLSREQIQLPSGGVRNFRIFLKVMEVMTK*   
>Lgig_132592                                                                    
MEEHSEVIPRRFLCCKICNEEYRQPKYLPCLHSFCKTCLIDYVKQNSTSEGFFNCPECGTQSNVRQKG            
>Lgig_134965                                                                    
MAAALPNNPDLECCICYESFITPKILSCGHSFCLKCLVSCIEGRRGTFPCPLCKQDVTIPQGGVDKLATNFALQTLTNSL
TTQPSASLKPKHHCPNHSKKEVEYYCQTCNLGLCSKCILKDH                                      
>Lgig_135322                                                                    
MLRKGRIPVTEVNPHLLCVLCGGYFVDATTIIECLHSYCRTCIVRYLETSKMCPLCDVLVHKTKPLENLRADKTLQDLVY
KLVPGLFESEMANRRKFYGEHPEECEDATLEDRGEACMEKSEEVEEEQISLVLELSANDKRYLLCPSGVTVGHLKKFITV
KFSVPSKFKIQFYHSRVELSNNLSLHDIANLYTWRRVSYHIRANIRGEPGVQA*                          
>Lgig_135674                                                                    
MKITNIVQFKTIFTATQSDELSNEDEPFEWISREKDEFCNICYEVLEESSSTALQECGHWFCNICYKEHLESSFNLGLQK
ITCPEYNCDKVVDLATMVSLTNIRDIQRMEMRAAETSTSASSIKWCPNQLCGRMLQLPNGASNISVCQCGTNVCTDCHKE
GHWPASCEHYAFYRKKLDDFKDDIFVNAYWIPNDVQLRGKNCPKCKRFIVKNGGCPNMMCVCGEWFCWSCL         
>Lgig_137784                                                                    
MAAKQENQTVTSLKQKVIEDYLTCIICSDTYEDPHQLKCQHTFCLKCLTAYIQKRKFTNSFPCPVCR             
>Lgig_140512                                                                    
MAAKSEGDCCSICLGEYKDSRILPCQHVFCRQCLSDYVAEKQKINCPNCMTEVEIPPGGVADLPTKEDEEPLQELTEPEV
CNVCDKGNQAVFQCFECDKYMCDVCKKCHDVFSSQHQVHKLKTSDSKSFCENHPDSVLEFYCKTCKCLICQQCLDDDH  
>Lgig_141101                                                                    
MAYSAVQNSSAVTLEDCTCPICMSILIQPVTMPCTHELCMPCFRKTVEEANLCCPMCRLRIATWARLSTKQKTLVNEIRW
KQIQTLFPEKVRRRQEGKDDDDGDLNDEDEPIHHPIVNIAEPGEIRKEYEEQLERLEKQREEERSKEEAESADLIKKLQR
EEEERARELERQAEEQRIKDEEIARKLAESAEVSVYL*                                          
>Lgig_141429                                                                    
MATASVSNTPECSICYEGFTKPKFITCGHTFCLDCIERHIGAKTDTFLCPICQQDVKIPEGGAKMFTTNFIVEPLPLTAQ
VTTSHTTQVTDTISLATYLKGKTSSKVKYHCPCHTERPIDYYCRTCHCVLCYKCYVKEHNGHEYLEVECETVKAKATELV
STSEKFIQNKIKDFEEIHVALVEARE                                                      
>Lgig_141505                                                                    
MAKASVSNTPECSICCEGFKTPKFITCGHTFCLGCVETYIGDKTETFPCPICQQDVKIPEGGAKMFTTNFSL        
>Lgig_141550                                                                    
MATASVSNTLECSICCEGFKTPKFITCGHTFCLGCVETYIGDKTETFPCPICQQDVKIPEGG                  
>Lgig_143603                                                                    
MATASVSNIPECSICCEGFKTPKFITCAHTFCLSCIETYIGDKTETFACPICQQDVKIPEGG                  
>Lgig_144541                                                                    
MAEQPFIDSPKAEITCGLCSKIMKKPKQLPCCHTFCRECLEDYVKDMLNPESETIDCPKCQKVVDVPDGDTKGLPSNYYI
LAQSLPEMINVESGDLTCDFCKSNKKVAVGYCFECSKNLCEDDKEKHKIAVATRSHHIAVLMDKCQGKIEKQSYCSKHTD
SILKFYCCVCQIPICADCKLAKHENHKT                                                    
>Lgig_145082                                                                    
MATASVSNTPECSICCEGFKTPKFITCGHTFCLGCVETYIGDKTETFPCPICQQDVKIPEGGADMFTTNFSL        
>Lgig_178023                                                                    
MASPTPSQSDTLTTASNSSDSEMESANMNTRCNLCTETFTIPKVLSCFHTYCQPCLEKSQECTEKITCPDCQFDTILGAD
GLMGLKPDYAVSNILESNALESSALNCTGCKSKETNAVARCFDCANFLCANCVMAHQFMHCFEGHRVLSLGDLQMNKDEP
KSDKQVNCPRHRNDILKFFCKTCSQPICKECTVFDHGRGHECQFLMDVAHRQVDMMRHLEAEARSKINDLRLSAKGIEML
STTLQSQYTKAQDDINDTYNFYRAMLEERKQDSLKELDQAFNTKQVGISTLAQKITESVEKLYLGSEFVDKLIKHASLTE
ALLLKNFIEQRFQNMFNYLPDLNKENYFELEFVSNFQAIQTGVRNTFGYIRQGNEIQNGGGPKPQPIARPNGYVSTSNLS
NGHIFDPNCLTKDFGSSSLIFPPNDTNQYEKWSSGLDILQNGIDVFSPPPDAMGDLTSKLISSSLYPPKSQIRRQKMIYH
CRFGEFGVLEGQFTEPSGVAVNAQNDIIVADTNNHRIQIFDKEGRFKFQFGECGKRDGQLLYPNRVSVVKASGDIIVTER
SPTHQIQIYNQYGQFVRKFGANVLQHPRGVTVDNKGRIIIVECKVMRVIIFDQYGNVLNKFGCSKHLQFPNSVVVNDKEE
IFISDNRAHCVKVFNYQGLYLRQIGGEGVTNYPIGVGINSAGEVLVADNHNNFNLTNFTQDGQLINALESKVKHAQCFDV
ALMDDGSVVLASKDYKLYIYKYM*                                                        
>Lgig_155029                                                                    



MDGNVEEFECAVCLGPFQEPKLLDCHHTFCRKCLEDLASSNLADSKDVILENYKDQKDSLKRNLEELKTVKNIAEDSLKK
INEYRQTALSSCQAELQKNYDQNQKKLNTVLSKVNTLKSQIEKDSLPMFSPPVSDVLSRPTAYTVC*             
>Lgig_155063                                                                    
MDGNVEEFECAVCLGPFQEPKLLDCHHTFCRKCLEDLASSNLAGSWNTIKCVTKSAKFLMAGSTNRTGDTDYCSKHPKEE
LKCFCEDRNTILCFVFCLLGQHQNHYFLNIEDSKDVILENYKDQKDSLKRKLEELKTVKNIAEDSLKKINEYRQTALSSC
LAELQKNYDQNQKKLNTVHSKVNTLKSQRKIVDLCFLPSCLTSLVLHIQRANYIARVWRLSDQPLMSLPPASNNGWTKDL
MIKWVKTPYSDELSDLLVELDEEIHLDSGETVDEELFDDVIDGEPEGLSIEHLADGVLDELGLL*               
>Lgig_159152                                                                    
MPLRKASATKNDKTRLAPTQPFTCGFTFTQPTMPLFGAKSLITQVTNKPLDIQGQSSKFIGMETENNVSPENTSRLQNPS
VEKDCCGICLAAYKSPRILPCKHIFCRLCLTKQAGKDSDQQEPDECQKVFCVSCKIIHDNLLKHEVQDLKLDLSQGKCLK
HPEVKVGYLCLDCCSTLCTECVKSEHSLHQTQTIKSYLIEIERELMEYSSKIVKKVETVEMSKVLFTSITDSKVMENIEH
VEKLSEDFKIDLEKACRSENKKQHKDKTLLNRINLMGKRVKESIIQRKFNQNLMSEIKELKEKITTHENFYLPNNVDDII
DNQIGTMDVQMGRLFVFQLKDNRNAKYNFFFANINWTLSSTSTQSNGLCISLTPFRKPEDNLLIESITSAVTIYVEGRKK
IDDTVSRKFSKTSRSAQDQVEREFKNYGNIASCVKVLFQMTEIKHRMQVE*                             
>Lgig_159688                                                                    
MSSTMKECPVCLEDYKQPKFLSCHHTFCLDCIRSMATSNLIICPLCKRAMTLPKKLTDLTTNFYLDNTPSELVVGWYQTT
LEFVFRWGKRHQKHSVHGVTLKFELSKGKTAECGEVLAIDIQLPPARKYFVTSCNIEYDITLINQKSRSISTNQKGQLQL
EDKGARVPLIRYKDAMDKHIGFIIRETMHQNNPTPPTKQPRYQNNPTQPTKQPRYQNNQTSQTKQSRHQNNPTQPTKQPR
YQNNQPPPTKQPRYKNIPIPPTKQPKHQHNPPPSAKQPRYQNNPPPPTKQPKNLVENFPLCHMKAWTMLSFWIKIQNNMT
MKILNKPNLK*                                                                     
>Lgig_160800                                                                    
MMERKIRLRTVNAEITCSLCKGYLIDATTITECLHTFCKSCIVKFLEENTTCPKCKEVIHQSYPLNYISFDRTMQDIVYK
LVPNLQEKEYKRQVEFCKKKGIPFPQNNTTESSKSYEPSSNNTEPQSNEDKDYHRSDEQVNVCLECKGQLKTLKRKFLRL
SSHATISQLKKFIALKIYNNQSKYKDVDILCNEEILGKDHTLKFVQVTRWRSKDTPLLLHYRPQITSL*           
>Lgig_161672                                                                    
MATAPEDRDPVCPICFDSFTKPKMVDCGHSYCLACLKKYVGEDDVEFFECAMCREQIKMPDGGIETFPTNYALEKSAPVA
TIGSKCQNHVKKDVECYCRKCDSAMCYKCLHLYHNDHDSFDLESEAVRVEVNEEFFEIEGNIRGFIDNSKTVSKTLCSTL
TTYSHDECKKVDEFKMKAIAEIEQKAERAKTLIRHKCGESISEMEEKEDELKKKAEDVELELTIVLSSTPNESLLSRVQV
LPKLKQLRIKLKESEMTLPKVEVLEWIPGIIQVPDILGILQTKPLLFPLPPNLPFINTEDPGDELQSESSVDGAQLERSE
DGAKDQDIPFSYIFNFDIEKWNDEEYYFSKDVFYVTAFTRLVWRCFCSFHQDESIGVYVTLVEEDNKELDHCVIDYRLSV
FLPDRDDIVLFDQEENARFYTNLSKGNFLGSFDEQFQIQFDIIRIKEVVNKV*                           
>Lgig_161808                                                                    
MASSTGRMKLYDINENKREDTEYYRTVEEGRAPDSFPCGHVLCHHCMREFIKPKMTKITCPVCSYSTDVNVPVDNYSLAY
AEDELPNITLMSNFDNVVKKFNGINNTLRRLKQENVQSRSMAMTYTNNHCDNCHEQHGTLKVLQEFNQLTVQHERPIGWN
PYFYRLMQGHVVTSFYSKVNSACICVPCSYKELRDSQKFKELEFMPDREAIARPETTLAEVGKIIARDIAPVMCLQGKNV
IEIDHKIRLRERADRFDFFDTTDTIEHMVKQQEESIIRAASKQIQDTGRLYHVHDSSEITYNKDETEL*           
>Lgig_164295                                                                    
MATSHHRQCSICLEDFKKPKFIDCHHTFCLECLRGLSTYAPRPLKCPVCMRVFNLPTGGVDHLTANFYMDVNEDSQEEDE
GKVIGQEKQQKQKNIEKRIAERKAIQLKFLFDLRYTESFGGVFFMFHLFKNNTDEWGETLALRIFLSKKESPFVHSCQVD
HYITLVNQKDIKFSTKRTGQCSFLQVADHPYSTKFEIDLIKFSHVTDPDYGFIVKKSKDIFTFRFLIGIILTKIKKVEFN
LD*                                                                             
>Lgig_168901                                                                    
MAMAREQTDKMDVSDEESELMNSKFQCSICLNSFTKPKIIECFHTFCESCLKNYLNNYQGKNDFPCPLCRKRVKIPKNGV
NGFMTNFYLEEKKVKVQEPVPKKHLCIHHDKDLDLYCTDCCVTICSKCFRVDHSGHSVTEIEQIESKARSDLEEVNLNAK
KNLQTLQKYSEHMKSEMLELQMVSRRQWDQIDEHVKNICDTVKNQGRAFKKEVKILYTSEKEKLDILCKDVNVMVDQSQR
LFDDSSDLLQRSDSHEILDHLPYLKVKCLESENRAHFPVCSVTYPKFIPKETEMSVEFFGELTTSSRSAEFALFGSKHVG
KRTSKWRKSEKKLRTIPTRFGLKTAYKKRLLLGVADPSRSTGLEHDKTRMGNKPSVEIQACSLELGHIDKKLQKVKFENQ
ESSSKTCENDLDSELDCEIYEDKTESGNSKQVANCTTGIFGEFSNQDKDENSNSLKSFRDSFTFQFRKDGQNKQSDYPGQ
NQYDFRFFLNSILEKGSKCRKLHFKTDEYLWVLTVTHENSSKLSLQVELDTLGLYRVSFSLELINHDNDKNSIRHQEQSC
LIHGVWGPGFTLKNFVNLDLLADPNNHFLDVDQQFLVRLTVEDDIYRLK*                              
>Lgig_169113                                                                    
MYTVYCNGSTVGQELLNIKYGYSNRRSWITGRQKILYALLFIGCPWFKERLTDIVNILHLTQWHQQINKCIKWIENSLKL
VTVCNFMLFLNRGGYINIIERLLGIQSLYPHSQNIRQVSFEFMTRELLWNGFSEFLFFILPLVNLQKIKNTIKRWTNRKT
ENIKTLCQRSDQDLKSCAVCSDWPINPHEIGCQHVFCYYCLFSNYKADPGFVCPLCNYGIEDETSLKPVELT*       
>Lgig_169631                                                                    
MVLKFGKGGISTGSTLRLTNTAKFLESASVFYSLNKKGRWKLPEIIEEKIQSELPSADVKVTLMKLHKLHRKNNCIGYFT
NKGSVKSVVPKKTKYVNRLSVVNVNRKPFRNRRRRRNREVEPDRNIADDNEIKYHIVYPTPSSSAVTHTNPQKIGHDVML
NTHNLGKTAVRSKCRKWRCIERDVRCDMDYTDYDAVDEDSGFDTIEEVHQSQKRSSFSEYFESALGRPSDIRIKTRRRPV
KKLRKLRNKPMLHYLETQVMEVEEENSEFVYSRPPTTECQPVDVLISNQESNPDHLKTKYGDKVTFAQCEPRTFIIDITN
EVGSCLKSSKAFKKVIFKKLELATFLVFSLKSTVDPDYSLWEVQVNLPTKLTSIRISALIDNIRKLDVDDVISLTTRYLE
TIPDECFYRKALLPITKTPFEKLNTIDTFAQLRASNCLLDDLAQPATGVLSDSNQNDALSEWIQSLKEDSVCNICYTDVS
PFTSLRPCGHIFCNECWKEHLLSSFTFKSKVVCPEYKCDQEVDVGTMLRLVNIRDIQRSEKKNMNTKVESSSCMKWCPNQ



KCERILQNYDLKQDCVILCDCGMFVCFECNDERHWPASCDEYASYKNKLNAFGGDVLRSDFLDIPRLKVRGKPCPGCKAF
IIKNRGCPSMICPCGCRFCWSCLTPLRNHTYSNCGQKNEQEGAMVHEFVHIDKKVVGNPMKSKLYSRAVAFRKMRREKHI
KDLWSKTLGLKVRISKWLAKHDVSFGDFGLLSEQQFDELFSDVFNVTMELNYLSEICLVILDSKAKIRNRVLPNLRCSFE
CLEFYGRMLNDILMDSDLKNIKSPKKLLTELISLRQTAKGFIASTVHVIKHFRNYESKR*                    
>Lgig_170455                                                                    
MSTPALVLENQPVCNICYNKPSDPVKIPCQHQFCRSCIKQYVINCPEADKFKGFGCPVCQEFVQKPIMAGSRPKEQWAEY
LPTVNLSDRKPDLLSGQNDDLKCAACREAGLQKMATLWCQQCNDAYCPECSASHRNFPSTRSHAQVPIAYISPRDRKSNE
SQTCPQHRDSKVEFYCAACDTLICPSCAFVNHRKCEKVATISGASNVAKGELSNKIQRVRKRSTECQSMLSDSNTMIREL
QVSRERTEASIKGFSDQLTQTIAENRDNMLSNISHSFNTEESRLQTTKAKLQDHIVELEGCEQSIENVLNSPSEAELLSK
LGKTKRLYDASLQKVIEPAEIVPIKVDFEPNTSLLDVLDSSQLGETIVGSVDKEKPRLEKGAEEQVDQLKSIKIKAKERK
TSKQKVKFKKSKRSKRRGSGSEVLSSHQGASSSRSEKLKAPKQERVRVLQKHKTITTDIPGDSLKSSTTSIVVLFVNGVL
TIVVADHNNYALKSFYTSMNIDRQSKMSVDSKPCHVAKLGNNTVVATMKRLKKIVVVKVSPTLTMVDRIRTSKHYNCITA
LADDRLAVSTTLEAEVSIDIIDLEGQILHSIVPDPEEHLLFSEPKYLTVTPSGTLMMADKDVPYITNFTQAGKLLFKTGP
KQTADLEGMHGFFCSEDEELFIPDKKNNRIIILQEDGEEITTFLTAEDGIDQPQGVFIDDLYQIYVCQANSKITIFKEVE
IAVN*                                                                           
>Lgig_170715                                                                    
MASYGLPTNLLFCKLCQKIYKEPKLLPCLHTYCLECLDKQTQETNRVTCSLCGYSMISPLEGVARLTTNIFAERVVKQYI
DKIQEFAKTDEVTANLSNRNSVTDTEIYESLVERAKYSPNSLSLFSIQKRENSSDINMASAEIGANSTSQISHQPDLVQS
HTASVDSRYNMVVKLSNHMDHKLMALQGEALRVTYAIDSINQTINDWRENRYQLKRKVEERSNMLQHQIRRHEKRLMAEI
DNRYHEDKMMKDAETSKLVLRQNLKGILQTVEFLKQVQDFATDDEMINLKDRLMSCSVNISEVQIRWQELVMDIPDEPSE
HLMVTDFGKLSKSEKSSVVFLPGSLEMEKDMNADENAFNDSFFNDHIFSYTTSPRNSRRFRNRSSRMSETDLETDGNMSD
ASVTVDQFRTMRESFKQRRRQLLEETGELSSTKEENFPILQNPLIRLNSSKRKMIPSFAGTSSVPYDNPHFLHDSQLNLE
QISPLPPNASSRDITDRNEISEQMAHLSNENREDKIKRMQELRESWKRRKEFLMKNDGYISPSAADGAPVFDYEEKIEDV
IEDTPASRKHSRIKQLRNRLIMIRQHFRTDTPTNSAEIEDVENIEKISTADVVRRNKPKEKKEKRWSGIFRMKDSKRKSL
TSQDSKEFVLDEFDTQTLDGDEIKTNERKRTESIASKKSGLTRKKLQQMRESVRKKTQRWRTINSA*             
>Lgig_174527                                                                    
MTKNLECSICLELLKNPVSTKCEHQFCRFCIIQFLNKKRSVPCPLCKKPVTERSLQEREELAIIVQNIGDLIAAFQEDSG
DIFTPPKGPLIQCFSPATPEPLNHTRLRSKTKSSKTTSRNQVSGRISSNFSLVPSESDNDDVSDLQRTVKTSTRRKSNQA
QTELQNGVSKHDKGNTSSRVPHCGTPKEVPNLCASCIEPSQKYQRSGTDRTKFLASAPTRTSKPTNSATTERLLSCQKQQ
KVTTSPTSACLRLQKNHGLSVMESSNFNSKDSVHYAQDIGNDDANEIISLSGKHQNCKDLISNNINQSGTEKPLGVAKSA
RHTTAAKSNIRQSKRKSCVVTVSDELLIVLEDGSLGANTASTQSSFLHVTEDSNKKFINPEQVENIVSFKSSHMDSLLNN
DFPARSSVMSKGAEEEPLDHCSFLEKHDDLDSRIYSVLKNSPMDSNESLSGIRTSTKTVENSTSLKVIMQDQAQSRKPIL
IECCPKSKNISSSKNLAKARQPKEKTRRRKIHSDSEEYEPSVTTDDDVIPETIQTGSQMHQTSQSSNVSYDVKFYDSPSK
DPNRKKSRSAKQQSMRRMSDRLKKIQEKKDTGSPETSCLTQGGVKTPKLVTRTYGKICKGSLVKKTREDETWKQIVPSDE
EAVPQESESCDSDVVDQIEDSNATTVEYHSSAFGFNTKNLAKDGVKNLQRKRPVNPNLADELHSKDVSTKPSVRQRMPRS
PISPKRKASSASRMPTVQIDTSTPPRVISKSTPVSANGTPLKYGRGKLLPTPFNESLDTSLMSRSSGYIPKKTSHNRKVK
VKMDAKGKLHMSLENRKSPRSNRNFIKPITNTADFITARIVKPTPSPNIIMDPFEFKSSQTPKDRKRKQVKQRKPAKKSN
RLAMLGKKAALEILKENQKSSRESSKEKIRRFVTFAETQPVVIDITQDSTHSDSESILIEDSTSQDDQNQLELRHPQSIQ
KTEEPLDPMEDSNLPQCTTEASIKIIVNKPQSPLTTETDISCIADSVEEDEAGSSSEKQVIQETPVSDSPELCSGHVHGD
SEKNTAEHMKSSSPRKQLVDSSNHSHIQVPRNMNLPSCSHTQELFSGTGKRGPYADSSGKTLTTPKMISSLNVTKEINQI
SSSPPIGDHSHGIPPESQTQKLNSKKVRDVVGSASKSQNKCIPTTKDCPEESMDNKPGDAIQPMSTSKGLQKSKGSTRLL
VVSESRSSDSSSSTRPRRKRKSLDKLSNSDQKSIKTTKYQTEASTANVLTSLPCTKMSNGQPITSNDADLMPRTNTRDKT
KAKHKAKRDRRKNPKKPENREHEMLQLMNKINNAEDHDFMFSTQEAYSSMDSQPAVNDTTIAGNHEIPNTISDIVENTED
NQVNAIEESHSDEEAVEDSVLIRRSDEDVDQTTVDANNDTSLGDENSILLNNNFRDSLELQQDSTNMNKEDEIEDVNGTH
LHEDYEMDQSGPKGILTTKEGSPHKDEAQDSNRSSLFGPSADLISSLGKDKVSESTKEEFGNELVNEADFLFSGIGNATS
KAEILNMDDQDPGFIRKPVKDLSTPLLYSPSQCKDGQSSSNRRGADNLRTSGTHTAPSPSDSNGNKQPNVGRTAVAEDAL
IKPSPSSSSKESKRDIRNVKKIPKKKKGRKTKSIQAILRSTDESDQSLNDSVQSLTCIPPTPMVERKLTQSQKELRRESD
KLDDDWMETQDLTTAGDERSDDGHSSGFKLKKKLNKDRQVQNDEIASNPSGQTESASESLLKPDTKKLIDLAKPTQHQDS
RKSHPSKECSNVGLERLSPGVPSDFSGSESSLLKRKRTFSSLKKQSRSGTPPSQNSCDSLAPDSKSQQSDLIIAETNVVG
SSEDELNVRRKKRKCFSLEGSPMRVRSKNSQSHLSNQSSQTSQKSCGLMSLDQKNIEDVDGVSQMNDKNDTNQKENVRKK
KSLFTKHSKNETSNSPKLQSSIDHSYEKRVTSKDRRKESSQLQVPCMPKEDSVQNLTMDGAKSQQNCPNDSEEDVIEILS
SANPQRQTALENAETLPPSGLPMEWTKDDSSEDEVIQDTFENENTIQKTDVVGKKKSHLKDPMKKISDSNKENKFEDHDD
EAVEDNHCGAGEDEKDSCNEVEDDQYADLPLTSSPVMATGRSVLSGLQPHEEEKSDSNVDEDDEDDDDEDDDGDVVRNVK
RTSSAVIESDEDNLSDNESTNMNSSSAFSSQSEVTTQQRGAITSNILKMKQQIKQLEAELAVKGSDNVVNDSDSDSSDSD
ERDSLRISSKKKKQKEITTIRSSPEIENTKSDDSDSDLFLSPLQYSPPALESEEDHYQLPEVNREMSMPNLLNQLTEQQV
DGAEDTDDEDELDDLSFKGKKQEMVASCKDTKVQDEDVDDDDDTNELVEQDEMDDISSKGHKQNLVPSRKDPMVQDDDDE
PLPPTPQDVSKIQDKSTLQPSQNRKVTPNEQSDQMIDFVADSLPQTFKEVDLNQDSNQIQQHEEDPEPMSDEFDTCMESE
EEVNQAGIPNSGDKNVKSSDEDVVDLPDEVKKAMEILQKYKSEVMNSQNSSSSKLSNKSTPISNNWKKRVTEKSPLVSSG
KVSTPSRISLDQIDQTLRDVTPNRLARGRNGIENNSSDSTPVRRIPKFSSRKSTPFQSPRSSKDATPKDSKDATPSKNSS
IIFERKVSQSTAGPKIESPRTPNNGSVIKRTPDSRVSKRVTTPKRQTTPGGKWSAESRRVLSMRTPNVPVCRNDNLKCNF
AASGLSKDQAENVIKLAGLNDCKFYGKINKHITHLIVKTVSNESRVCERTLKFFQAIAHKLWILSYSWVEESLKAGHMVL
ENPYEILGDTVTGDSHYGPSLSRLSQDKLFQNLAVTCVGSSNDMSKADMVNLFESLGAEVVGDVDTLSCLRCNSQVKKLI



VSNKDTMDTELPPEERNCYKNYYSTTGLVTVSREWVLDCISTYKLLPTKNYLFTPRPVRVPF*                 
>Lgig_201950                                                                    
MATASVSNTPECSICCEGFKKPKILQCGHTFCLGCIETYIGDKTETFPCPICQQDVKIPEGGVKMFISNFVVEPSPRTTQ
VTTSPTTHVTSTTSPTTHLTDKTSSKVKYHCPRHRERPIDYYCLTCHCVLCHICFLKEHNGHEYLDVECETVKEKATELV
LTSEKFIQNKTKDLEETHVVLVEARETLQRFTEDACSRITKQTDKIIADIKASSERIMTDVKNKSKE             
>Lgig_215734                                                                    
MDEELKCPVCRRWYSKPLLLPCSHSICTACAVAGQEPSQSLVPQHGGSVADDQVSNSGQGNSDSDSLPEIDKLSMVSEAD
SGVVCNSRPGSYLGTPNVSNIYNVSNLQSCPYGLRCPMCSKIVLLDDFGALSLPINKVLEAIIEKYTHPKETKKVHIRCE
LCINEAEIATTMCEQCEVFYCDTCRDGCHPARGSLAKHNLVDPTQGQNIIESKKKRKEVKCKEHSEEVLNMFCVGCKLPV
CYVCSQDGRHINHDVQSLVSICKQQKNELSQNLQSLSEKAKSGTEFIQRLKTMAEKINGNCSEFEATVIAQCDALIERIK
LRKVELLASVKEEKDMKTVTMKEQVSDCTSLLQRTTGLLQFCIEVLKESNQSSFLQISSGLIYRVSEAKRNFNKEMEFAP
RISPEFEMTLDNKPSLRAIENMNFFQMKAPGEPYILPEECSAENNSVTIVWQPFCNTTVVEAYTLELDDGNGGDFRVVYV
GRETICTVDGLHFNSIYNARVKGHNHAGESPYSEIVSLQTAEVAWFTFDPVTTHQDIIFANNNQSITCNSFDHRVALGNV
GFSKGVHYWEIRIDRYDSHTDPSIGIARFDVDKNTMLGKDDKAWSMYIDNQRSWFINHDEHTNRTDGGIQPSDTIGLLLD
LNHHTLSYFINDHPHGPIAFTDLHGVFFPAVSINRNVQVTLRSGLEPPVDSEVGESDVD*                    
>Lgig_232858                                                                    
MESVKKKVVTPPKNYLVTRDENKREEDESKVYVPVVNINCYLTCGICKGYLYEASTITDCMHTFCKSCIVKFTEKNVHCP
TCNIVIHPTEPLINIKLDRTLQDILYSLLPHVAEEELEREKKFYEIHGIEKKYIPAYVTPCLKSPVKTEVDHKHEHKAEI
KPPISLLLNYGGCSTGIILKALEKRFIRVTGAATICHVTKFLRKKLTLTDSHQVNLYCSCGTSNICLDGSRTLQAVKDLY
SESKDILELEYHILPSCMV*                                                            
>Nvec_XP_001639792                                                              
MSAVLVNRIQDHYRLVCGICQETYNNPKVLPCLHSFCQNCLDKSIRSQERVLVCPTCQCSVPVPAKGIEAFPVNFFINNM
LTVLAVQNPTKCTNCEDSAQASARCLDCVENLCTNCVLKYFCETCDQAICRDCAIYEHRDHVYVDLKEAVKKYRSSVTHM
LDTCKRKIPVLRCAVEEVKEVRRNLQDRVQTVKDNIRATIQNHIRQLEEQAEDLTQTLENMYHDKEKVLTAQQEILELDL
SNLLSSSDFTENVLRYGNEAEVMLVKPQMVSRLTHLNEHDSQTEPEENEVVDFSSNDQQLSLMISCLGNVSTSSAFPLLS
HAQGFGLTRAKVGQEASFKVIALDRDGEPCQKGDARVSAKIRCPNGFQLTGHVTKNEDSTYTVTYTPSMKGDHELMVMIR
EKQIKDSPFDLQVGSPSDLQVSNTGSPFDLQFSNTGSPFNLQVSSTRSPFDLQVTAGIDCDKLSAPVMSLIPTDPGQPID
EHFEPWGVATDPYGQLVVTDHHNHRIQIYDSEGKMMRQFGIRGKGDGEIWYPAGVAVDKSGNIFVADHGNNRIQAFTQEG
EFIRKFGGKGTGLGQMKGPCGAAVDGENRVLVADRDNHRIQVFDSEGNFLFTFGSYGDSQGKFNCPRHISVSSKGEILVS
DAGNFRVQVFDGAGNFLSKFGEKGSNNGQFSCPAGVATDAEGHIVVADLKNLNVQVFNSDGEFIKRISQDPDSVKNASYF
GKPTGVAISDNGNVVVADRGLHKVMLF                                                     
>Nvec_XP_001639779                                                              
MASVEVDKLSEHLLKCPICLETYRTPKVLPCLHTFCQHCLKGMIQSGENIIVCPTCRCEVCVPKEGVSALSTNFFINNML
DFLSVALSNSKPIFCTNCEDRNTASSRCIECMEFLCEQCVAAHKRTKLTKEHEILALNELQGQPEVQDKLHRPLVCSVHD
NEVLKYFCETCDEPVCRECLIIDHREHRYGYLKDVDKKHRSEVGVLVMSTKKKLARLKEAIDKVTDTRKRLDCKAEEIRQ
EVMRHTQRCIEMIVLEVVVLETTC                                                        
>Nvec_XP_001639778                                                              
MASVEVDKLSEHLLKCPICLETYRTPKVLPCLHTFCQHCLKGMIQSGENIIVCPTCRCEVCVPKEGVSALSTNFFINNML
DFLSVALSNSKPIFCTNCEDRNTASSRCIECMEFLCEQCVAAHKRTKLTKEHEILALNELQGQPEVQDKLHRPLVCSVHD
NEVLKYFCETCDEPVCRECLIIDHREHRYGYLKDVDKKHRSEVGVLVMSTKKKLARLKEAIDKVTDTRKRLDCKAEEIRQ
EVMRHTQRCIEVIQEREQELLTQVNNIHRMKSKTLEIQSDDLDMMLGNLNSSIDFTENALRHGNEAEVMLVRKQMTARLK
DLNQTKLEYEPLEDEVIDYTLNADEFRKAIERMGTVKVYHAYPRFCYASGVGIQRAKIGLEAVFLVTAKDRMNEVFSGGG
ETVKVVVEPPEGDEYEGSVIDNGDGTYTVSYEPNQRGNHKIIVTIRNRNIGGSPFSVNVTGRMNYKKLGKAIRTFGSEGA
GGGEFSIPWAVAIDEENECFIVTDCNNHRVQVFDFNGVFMFKFGCEGIDKGQFKNPKGIARLTNGHIVVADFNNHRVQIF
NEDGRFLRKFGFYGTGGEPGSMNHPCGVACTPGGLILISEQDNHRIQMFDVNGEPIRMFGSQGFTKGQFIYPHHLCVTQR
DKVVVADCVNDRIQVFNIEGECLFSFGKEGTQNGLFDGPEGVTCDDEDNILVSDYHNHRVQIFNAEGGFVAAFGQFGDEE
GNFRNPCGIAVTNDGNVVVVDSGNHRIQIF                                                  
>Nvec_XP_001639705                                                              
MATVRDEGYSPQSLNCRACHKVFTEPKILDCLHTFCQKCLGTHDILGAGTNSIVCPLCRKPTPIPESGVESLPSNFLLNN
ALDQLSVKSSKEYILHCTNCEDASDATQTLHRPSFCMQHKDEMFMFYCLECEGLICRECTILDHRGHKYAGLKDALEGRK
ILIDDLLGFCTVKKIPPVQDAVYEVKAMTAKLRARADAVKNDISSAADECVKRILARKQELLTQVDNMTQSKEGVLQAQQ
EQLEMELFRYTSSRDFVENVLLHGNEVEIIQLRQLMTNRLNELNGVKLDYKEPEENDVIDYILDSEAVQKVAMTLGHVTT
SQTFASLCIAKGLGVMSGKVGVESFFTIETKDRFGNTTFEGDHCTPIQVIIQAPEGFFLGNHVANKRDGTLLVRYTPVTR
GKHVIVVSIRGRQIEGSPFTVKVVEGIDYKNVMAVFMKIGSQGTKSGEFRQPSSVATDTDGNIYVTDFVNCRVQKFDMFG
KHLKDIGTKGSKDGQLMNPCGVVVGSDGTLIVSDWDNHRVQMFSPEGKFVSKIGRKGSENGNFLHPSGLALNQDGDLVVI
DKDNNRVQVLKLDGSHVMSFGSLGNADGQLDCPSHVAVTPDNGYLVTDTGNNRIVKFDASGNHVMSFGTKGSGEGRLDRP
AGIAIDPEGFIIISDFQNHRVQVHSPEGEFYATFGSEGNIEGQFKFPSGIALTLDGHVIVADRHNHRIQVF         
>Nvec_XP_001638706                                                              
CPICSRPFKSPKILPCLHTYCSDCVKEIVRSRLGKLTLQCPKCPRSVDIPDPFTPDTLPFSLYHRRLLDLRLLENPQDSS
ASCGSCDSKSPLVCYCFHCGEFLCTDHEDQTLEFLCNDCNSCICQKCALTSHKGHFFTSMTEATEARRPELLERVKSLKL
KFPVCERQVKRTSEAILLLEKQVNLVRQEIRAKTELIIETLKSHEQRMMAKLDNIHKESYRKYIAQKKLFEGQVTQLNEC
IDFSQSVLQRNLNSEILQTYPLLIRRCEELDRLVTESVTKSPESVTISFAVDHKLLEQIQNSRLGTIHVTATDINCCTVE



GKGLQEGYPGHASQFTVATGSSTGRMCYAKGDCVTVRISDPKGKLLSNDIDDRRDGRYNVTFTPQSLGYHSVSVFVNNNP
IKNSPFTVDVRERYQLKQVFSAVGGSPEQFQQPRAVAASLNGELAVADSGNHRIQLFDCQGKQLKYLRQFGSAGTHKGGM
RWPSGVTFDSENNILISDTENNRIQIFSKHKDIVLAFGQTELENPQGICVNDKGHIAVCSGGQNPGVKIYSEDGKFLKHF
NNPENGRFPAYLTYNSGRYFVSYSDGSVVKVFDTNGSFLYCIGMRDGDPHGDYRPRGLAIDMDNHLLVSDRTGLGIQIFT
LDGRFI                                                                          
>Nvec_XP_001633629                                                              
MASHRIQGDKKLEDLPEEIWCRYCNGIFEDPRLLPCLHSLCKKCLKDIEQAQEGAIACPVCLTDVECHLEELLPNVLARS
KLKERENRELAKRAEPCGGCEAKHNMATSRCIECEEFLCYECIQAHKRVKFTKDHTILSLQELSERENPSKRKQTDEICC
HIHESNPLNRFCVECDLAVCSSCIKESHTSVKSHTIINTKDAFDTAKVELRETLSSTRKKIPVLQKSVYEIIKRYGRVQT
KAEEITWKIRQTSRHLIQAVKEREHQLLRELCALRERRSNGLVKEKETMERKLVRTIDGCDFTDSVLKEGKEGEVLLVKK
VCTERLEMLQCEDTECQLDKVKLTFEPEEEPIFRAIKQGFGRILVLNAPPATGSEVTTGIDEPDRPVASGTEGDIRGSTQ
SLDDVAEPRRLGESAKHVSFSEPILHLMDEDLKSSTAAKPEKSRSRRLSLPMFMGKKPAQPVGKATRTKFTLTTADHKGQ
RKDVQIQLESPDGSVISAHVLDNKDGTYTVFYCPRTPGEHNVYVSISGSDIKHGQRLLNIYGSSRGMRGDELALACKVLC
LLRWQITPGLIQMKNNKPVANPKIRFDDIGGPPLEVATAASSQLSLSSPQPGVSSA                        
>Nvec_XP_001633185                                                              
MPLKKKNPWEAYGTGYPQRIPRILDCSHTFCTECIMKIKELQGDVVECPTCKLRTLLTSSVDCLKKNMDILTAVFAAEQE
EEPVCNFCASKVYPPKPARFFCTECAVYSCGNCSDEIHSQMEFRTHGVSLASAHQEATEDCSVQFPSRPSSGISSTGTTS
RPKLTSRPSSGLLDYSLLPDDIDTVVPECMDHQEKLKFYCRVCQTLCCGSCQIYGAHKGHSCFEVHEAEERERRALEKLQ
ASVERHGDKYIKARGDVQRMIEEVKQETIIVKDVARRYYRELRAAIDEGEKVLMQEISKRSDAKLKSLNEQVSQMIDIAS
RAKTASRNTDKALGLDYYEMLNRKKEVEHEIREVMGLLCDTTPVTTANLKCQFPNHETLVSGIRTCAKLVQPTGPPEKLS
CSVNKDGNVVVTWNSPDMTAFLYPVVGYVLQCTIGEDDAFVEVYKGCDRIVTFDRKKGLLPVGRHVQFQSCAINTIGRSA
WSFPYGLKVPGEPSPSR                                                               
>Nvec_XP_001631575                                                              
IDNLLRCSICFEYFDIPVMVQECSHNYCSVCIRRSITFDTQCPTCHMKTVQQDLRCNRVLDELVKNFIAVRYYISYCILS
CVLMAMCSQVRYLGTKTSAADKPEISNHRKYLIMRQNSVQSPLYRKAQGNIVFHQQSRTTPSVTPGRKRKRRIIDSDDED
KTFEAITIKQEPESECPVCGELILQSKVNSHLDLCLTRNEKKEALRSSNSPPTVQKRKPLPKLVYTLLSDKQLKQKLREC
GLPTQGPREKLIKTHREYVTLYNAQCDSANPMSGAMIIKQMEQNEKKKIKLTEASTSDSSV                   
>Nvec_XP_001630936                                                              
STDIAMVGYEIATTDTAIAAKHLCAKCRLIVKDAVQTACGHRYCSPCISPLLSRGPIQCDVCGSTITKPETFRDKFADRE
ILELHVHCVNQPHGCPWEGELRHRQNHHTKCEFNPISCVHPECGKKLSVAKLPEHLQNECQYREETCSYCEQPVVVARMK
EHHEKTCPSYPVNCPKCSKELIRVEVHSTPFTREPRLEKGRGCENTLEVLEDHESRIKKLEQRGGGIGVNGLQSMRISEN
IDNEAIGDVLRRVANVEAKGADHEVLVVEAHSAVDELRREVGRLNVKLQESDDIIRRLERQLELHDQGTGLRNLAIADLE
ERLNTLQGTTFDSVLLWKITNVANKRSEATSGRVTSFYSPCFFTGPHGYKMCARIYLNGDGMGRNHHVSLFFVIMRGEFD
ALLRWPFRQKVTLMLLDQDNVEHVIDAFRPDPSSSSFQRPRAEMNIASGCPLFCSHEQLTQHAYIRDDTMFLKIIVDKPD
WA                                                                              
>Nvec_XP_001630068                                                              
MGVDLEYFDDPVPSEFLCSYCRKVYLHPLVTGCGHVLCTKCYNKRSKKHLGCPLCGKSMGEGKASDLDPMWRRRYERIHV
NCTKGCEQLITIRDLEAHLKGSCPLTRTICPNSGCNKKSRRRDLPLHLSKCEYREVECEGCGHKTRLVDLRMHQIVKKCT
RRKNLHMIVQNRRAMDAAVREHRIHLQGETFKRELQERDLEKMKMWDTIMRNNPNRPASVTPSTSRSHMSGGDLAVATSP
GPHPGHWQPPRSRVSTPGRPHSPLDTAKLCLHCNKLFLEEANHDEACRWHQGVRMLLRS                     
>Nvec_XP_001628499                                                              
MDIQSILENLEELLTCRQCSNVFKNPRITPCLHSFCAECLNEIARSRPYQAYIACPTCKYEIRKPEGGLFNTLPPNFFLN
RLHDIYVAKRRSYSDSNCGNCHRKVLLNSFCFACDTFMCEECLTAHNHKHKIIDIHDAANDHKMKIIDGNIKLKSKLKTV
ETGISNVEFKKMEVNEQIDYVKSDIKSRIESLVRTLKKHEEEMINELEKIRKDKQENLSFQLQMYETMHRQTMGAVVFTE
DLLQRNMSEEILSIKNHMFERVNEILDTNVGVTPAENERVGYVANSEAYNGIQSVCLGHISTSLTEPIESTAEGEGLSDV
SAGEEVYFTVTTRNAQGDVYYSEIDHVVVGVDSLMWGDVEASVKSLHNGHYEVKYIARVPGIYKIQVEIGGQHIKDSPFN
VEVKQPVLTPVKSFSSHGMTKGKFLQPHGVAVSTIGQIVVSDSLKHHLQVFTPDGNLMFDFGGEGSDDGKFMHPMAIAFD
KSEKCLYVADSDNNRIQVVDVKNGRFIRKFGCVGEGPGQFNGPCGVSVDGKGRVIVTDWNNNRVQVFSSEGKFLMKLGDT
GEERIIQPRCALYHDDKEAFIVSDTGNNVIKVFDKNGKFSHVIGKPGSKRGELHGPRGLAIDKYQNIIVCDFENHRLQFF
KFDGTVLSSFGTNGKGIGQFAFPLSISVVGGERVIVSDWGNNRIQIFK                                
>Nvec_XP_001626408                                                              
MTSAIEVLEQINDQLVCAICLDRLVEPRLLICMHTFCTPCIQRISNNDASASLTCPTCRKETPIPETGVESLHLNFFVNQ
MLDVVRHKADELKKEIRETRRCEGCENNEEADVATSRCVDCNKPLCTTCVADHKRVHATLDHRVIAISEGEEGEDQALDK
YSLTFCKYHTRNVIKYFCITCDEAICRVCTILEHREHQYVYPKEALPLRRNDIQGLLEKAKSRIPLLKGTLKKVDAMSRR
LKDCHQALAKEIHQNTQARVKALIEGENELLKQLAGVHLAKQKVLGLQKDSIELELGKLTGCCDFADNVFKFGNEIEVLQ
MKGRLEAFSEIEVNLEPEEDDTVQYICDNSTIPSVVQSLGQIRAASTFASISFASGEGIHTARVKVEAHFKLITKDRHGK
RSMGGDKVVVEIKQPDGSDLPCRIEDKGDGSYMVYYIPEVNGRHLAHVMISDKAIMDSPFTILVVNRREYKEVGGTIMKF
GQYGSKKREFKSPFGVAIDNEGRIYVADSYNHRVQVLGTRGEFITSFGSHGERRGEFNCPTDVDIDNRGRVIICDNGNNR
VQVLNRNGGFIGKFGREGTGNGYFKSPWGLAVTANNEIVVADMENNRVQMFSPEGKFMMKFGSPGDRPGQFNAPGYLLVN
NEDDQIFVSDSKNHRIQVFDMNGVYIRSFGSQGAGKGQFMHPRGLAMDIAGHLIIADMGNHRLQILNSAGEFVKEIGSEG
SGDGQLSFPESVAIMPNSGYIVVSDLSNNRIHVF                                              
>Nvec_XP_001624951                                                              



MTGGQSPTGSTQSCGSNGLRDSPVEKGHLPASNLFVYPLQKKYICLDCEGLLWYPVQIKPCGHRVCTKCYTKLLSSSARC
PGCMDELNENIPDIDKAFHEEIQELDVKCRNVEWNCKWEGCVNEFSSHVEKCDYSDILCENDCGAKFQRRFLTKHLDKDC
PEKLITCLYCDEKHLRKDKKGHLENCPLLPCPCPNKCDKKLTIHRCELDSHVENDCPRTKLMCEYEVLGCGHRITGLEGG
GSREKMPKHNKTNIIAHVKMVADLALKNKELIMRFSEKLSEHGTLIEKHEKRLNDLEKIAHSQLIWRIEDYTRKMKEAKA
GNTDTLFSPTFTTSKHGYRLCASVCLNGDGKGKGTHMSVFISVLKGAFDALLKWPFDYRVTFVLLDQNDDPAQRKHIRFS
IKPNPCADNEPFLGRPRLEKNASFGGAKFAKHEEIVSRNYIKEDTIFLKISVDCDGLSEP                    
>Nvec_XP_001624949                                                              
MKEDTGSIKSGLNEQEVIQQVNNDEDKMPEIEKVERPLTKNYFKKPPFEERKHLCPVCEDIFVSPVQIKECGHRLCQHCY
KTIWRSPEPKCPKCSGDLDDKIPDVDQAFENDMNELPCRCINHEWGCKVEVPFTQMITHKGECEYSDILCDNDCGAKFQR
RFKQKHLDKDCPKKIISCPYCDDRHLRENKKEHLEDCLLIPLPCPNKCDKTLTIPRGQLDEHIEKECPRAKLMCEFESLG
CQHRCSREKMAKHMKSEIIGHVKMIFGVVLEQKEKLDNHAQKFEEHETIMKQVDSRVGDLEKIAHSQIIWRIEDYTRKLK
EAKAGNAETLFSPTFTTSKHGYRLCASVCLNGDGKGKGTHMSVFVSVLKGAFDALLKWPFHYRVTFFLLNQHENPEERKH
VKFSIKPNPIPDNEPFLGRPRLEKNASFGGAKFIKHEEIESGNFIKDDTVFLKVSVDCDGLSEP                
>Nvec_XP_001622377                                                              
MASCGSNTGEGFNPEQFETPPSQELMCGICLMVVNEPFLTYCGLSYCNFCFNKWRNGKDVVTCPLDYKQLETNVSGLMQF
IADKKTERLVLSLCVKYMNGPCSWKGELRDKKKHLTKCDHEVIKCVFDGCDTRLARNWMEKHEETCEWKIVTCEFCDVPY
PKREEEQFMADKKTERQVLSLCVKCMNGPCSWKGELRDKKKHLTKCDHEVIKCVFDGCDTRLARNSMEKHEETCEWKIVT
CEFCDVPYPKREEEGLQITKTSFVTLVIHPFPSLARTCLKAKKAMPLKI                               
>Nvec_XP_001635663                                                              
MLRTLSLKELNPHIICVLCGGYLVDATTIIECLHSFCRCCIVRYLETSYRCPVCDAEIHKTRPLLNIRADNVLQDIVYKV
VPGMYFGEKSH                                                                     
>Nvec_XP_001635659                                                              
MLRTLSLKELNPHIICVLCGGYLVDATTIIECLHSFCRGCIVRYLDTSYRCPVCDAEIHKTRPLLNIRADNVLQDIVYKV
VPGMYFGERSH                                                                     
>Nvec_XP_001632988                                                              
CPICLQLLVEPVVLPCEHEFCKMCFTQNVQEANLQCPMCRIRISSWARRNARNGTLVDRKRWDRIKKLFPKRCEKRIRGE
EDFEDGKKLLKRVLSENGAIRSEYEEEMKKLRLAQEAEQRASEELIQRLMKESESDALEREQQRLRDEEIARQLQNKV  
>Nvec_XP_001629189                                                              
VQVKIRDVNPHIVCSLCAGYFVEATTVTECLHTFCKSCIVKYLQSSKCCPTCNLQIHETQPLLNLQLDRTMQDVVHKVVP
GIEEDEERRKREFYDLRGLPVERPAMLIHGKKCNNLTVCFYDFSEHKNSYRDDELVSLCIERYGLSVNRVLCSLQTLSKK
YLRCSVRMRILNLQRYLNTKLKLPVTQKVEVLCNNHVILPCRTMKFVWITEWIDKEAPMVLQYRITEYS           
>Nvec_XP_001629188                                                              
DLNPFITCGLCEGYLIKPTTITECLHTFCKSCIVTYLQDSEDNTCPSCNTVIHETNPFDLLRSDQTLEDIVFKLVPGLQQ
GSHAIPSPPQHL                                                                    
>Nvec_XP_001629185                                                              
ERKLQLRELNPHITCGLCRGYLIKPTTITECLHTFCRSCIILRFQDGEVNLCPTCNILIHETNPLEMLRSDKTLEDIIYK
LVPGLQEDEIRRTKEFYESYSLSPPCKVIKTEGDTSALHRKPVKDDFHRSDPQIGVCLECCGTEENVKQLNRKFIKCSSR
MTIAHVKKYLKLKL                                                                  
>Nvec_XP_001626594                                                              
MASNVYSIFSLHHARGSIIEGIGDEVLLALVTTLILIAIVSLIYNSHFRMLNIHPLQAEQVRLARDWLGIGTGGTEQDNN
ERDEIQAPEPPRAFSNDRQCPVCITDARFLTMTNCGHEFCAPCIITYWRHGRWLGAVQCPVCRQQVNLLFANFSSEESSS
DDSHQWRGEINEYNRRFSGLPRSVMEHLRDLPTLLRQLFSELFSVGGLVWVLRMRIILCFFAAALYFISPLDIIPESVFG
ILGLLDDALILLLLLVYVTEAYRQYVANMATGIKQKEL                                          
>Nvec_XP_001623792                                                              
MASCGSNTGEGFNPEQFETPPSPELMCGICLMVVNKPVLTYCGHSYCNFCFNKWRNGKDVVTCPVDYKQLETNQFMADKK
TERQVLSLCVKCMNGPCSWKGELRDKKKHLTKCDHEVIKCVFDGCDTRLARNSMEKHEETCEWKIVTCEFCDVPYPKREE
ETVKHRGDCPLAILPCKFSDIGCTFEGRQHAHVAHCENALQAHLDMACGTIRDNNKEIRKNNKKIRDNNKEIETLHEELN
TANQTIRKLKGQMAKLVGTFVWRICDYKDLYEEIYSPSFYTSKYGYKVQLKAYLHTNPFNGETHLWLYACIMVGEYDALL
EWPFRRKITLYVIDQSDQRKHETLLINPDDVLPDRKKCFHRPIMGNNVGYCLTRSLSLEELTSGGFIADGVMFIKAVVE 
>Nvec_XP_001623790                                                              
MASCGSNTGEGFNPEQFETPPSPELMCGICLMVVNKPVLTYCGHSFCNFCFNKWRNGKDVVTCPVDYKQLETNQFMADKK
TERQVLSLCVKCMNGPCSWKGELRDKKKHLTKCGHEVIKCVFDGCDTRLARNSMEKHEETCEWKIVTCEFCDVPYPKREE
ETVKHRGDCPLAILPCKFSDIGCTFEGRQHAHVAHCENAVQAHLDMACGTIRDNNKEIRKNNKKIRGNNKEIETLHKELN
TANQTIRELKGKMAKLIGTFVWRICDYKDLYGEIYSPSFYTSKYGYKVQLKANLRTNPFNGGTHLSLYACIMVGEYDALL
EWPFRRKITLYVIDQSDQRKHETLLINPDDVLPDRKKCFHRPITGNNVGYGLTRFLSLEELTSGGFIKDGVMFIKAVVE 
>Nvec_XP_001624223                                                              
HLPLLLECGHTYCDSCIIKLSRLQKTQVACPECQHVTQLKAEGIAGVLELQPNVHVMGVLA                   
>Adig_897v100266                                                                
MDIKTFLDNIYEHVCCPVCTNSFTNPKLLPCLHSFCLHCLQRIQATSGIRGSILCPECRRNFAIPGNGDLNTLPTNFRLN
SLLDALPVTQCETSGIKCGNCDKTRQQSAYCFTCCSFWCDDCLPFHNGIRTNKEHHVLALKDFRDEDFENILKQPPFCAK
HEEKLKFFCQVCKTTICYSCAVTDHEGHAKIVLEDAAQERKLKIFRAVEVKKRKAQNKVTRIAKLSENCIQVQEEAARIK
SDIQQFTDNLIAAIEAKKNDIFDELEMKAKQCLERLGEKKQEIEEEMKRDQTAIEKSDMILKRSTSAQIMQPNDLLDELF



REEGEQEETDDLDGEHIIDFAFQRNKELLNDVHAKKLGFLKSRKTNPKESTVEGKGICEGTVGLKTEIVVKTRNILGQQV
YDQNDYVTMEIRNHEGHDCSTKPQIHDNKDGSYEISYFAKESGTCQASVKVNGQHVHGSPFKFEFKPRLFKPVLSFGNQG
SADGMFSRPWGVAVNDKDEIAVTDSNHHRIQIFKSDGTHLRSFGREGNLQGQFNLPRGITFYNNNIIVSDTANHRIQIFD
DQGHYLDQFGEKGNLDHQLDRPLGLSIDSDGNIIVADRNNNLIKIFSLDGLFLRRIGEEGSLLKPIHCIQHDNYFIVSDN
GDDCIKVFDKQGKFLYKFGKRGDGDREFSEAFCLSVDRAGHLLVCDSWNHRVQVFMLNGKFLTMFGACGEEEGKFNGPIS
TAILSNGRVIVTEFSNHRVQVFE*                                                        
>Adig_1117v103195                                                               
MDIKTFLDNIYEHVCCPVCSNSFTHPKLLPCLHSFCLHCLQRIQATSGTRDTILCPECRRNFTIPGNGDLNTLPTNFRLN
SLLEALPVTECKTSGVKCGNCDKRRQESAYCFTCCSFWCEDCLPSHNKIKTFKEHHALALKDFEDEDFENIFKQPTFCAK
HEKKELDLFCQVCKTTICNSCALIDHEGHAKIALEDAANEQRLRINKVIESKKEKAQKKVTRIAKLGENCTQVQEHAERV
KSVVQELTDNLIAGIEAKKTKIFDEVEKKAKQCLERLGDKSQEIEEEMKRDLTAVEKCDKMLKRSTNAQIMQPNEFLDQL
FREESKQEETVDFDGKNVIDFDFERNEELFNDLHTKQLGFLKRITNPKESTVEGKGISEGTVGLPGEIVVITRNNMGEQV
YDQNNRVKLEIRNPVGQRFLRRIGEEGSFIKPVYCIQHDNYFIATDNRNHCIKVFDKEGKFLYNFGKKGDGDGEFNSPRC
LSVDKAGHLLICDFLNSRVQVFKLSGEFITKFGVPDKEKGTFGFPISTAVLSNGRIIVTATHVHVLE*            
>Adig_1120v103200                                                               
MLCFSSAVIMDIKTFLDNIYEHVCCPVCTERFTHPKQLPCLHSFCLHCLQRIQATSGIRDTILCPECRRNFTIPGNGDLN
TLPTNFRLNSLLYALPVKECKTSGVKCGNCDIRRQESAYCFACCSFWCSDCIPLHNRIKTFKEHHALALKDFGDEDFENI
FKQPTFCEKHEKELELFCRVCKTAICNSCAFIDHEGHAKISVEEAAKEHRLRVNRAIESRKEKVQKRIAELGENCTQVQE
DAERVKSNVQQFTENLIAAIETKTNKIFDDVEKKAKQCLERLGDKSQEIEEEMKRDQTAIEKCDKMLKRSTNAQIMQPNE
FLDQLFREESNQEDTVDLEGMNVIDFAFERNEELFNYVHAEQLGFLKIKTNPKESTVEGKGISEGTVGLLAEIVVITRNI
IGEQVYDRNNFITMEIRNHDGQDCSTKPQIHDNKDGSSKISYFAKETGTCQASVKVDGQHVRGSPFKTEFKPRLFISVLY
FGKEGSAPGMFNWPWGIAVNDKDEIAVTDGRNHRIQIFRADGTYLRRFGRQGNLQGQFKSPRGITFYDNNIIVSDTYNHR
IQIFDDQGHCLDQFGEKGSLNHQLDCPYGLSIDSDGNIIVADSNNKAIKIFTLDGQFLRTIGEEGSFIDPVHCIQHDNYF
IVSDNGDHCINVFDKQGKFLYNFGMTGAGDGEFSWPHCLSVDKAGHLLVCDTMNHRVQVFKPNGEFITKFGASGEEKRKF
DLPISTAVLSNGRIIVTEVYNHQVQGFE*                                                   
>Adig_1121v103196                                                               
MDIKTFLDNICEHVCCPECTNRFTNPKQLPCFHSFCFQCLQRIKATSGTPNTISCPECRQNFTIPGNGDLNTLPTNFRLN
SLLDALPVTESKTSGFKCGSCDKRRQEAAYCFTCCFFWCDDCLPLHNRIKTFKGHDALPLKDFGDEDFEKIFKQPTFCEK
HEKELELFCQVCKTAICNSCALIDHEGHARIALEDAAEEKRLRIEGAIESKKLKVQKKVTISDQVQEHAATVKQHVQQLT
DDLMAAIEAKKKKIFDEVEKRVKHCLERLGDKSQKTEEKMKRHITEIEKCLKLLKRSTNAQIMQPNEILDQLFQEESEQE
NTVDFDGENVIDFAFEKNEELFNYVHAEELGFLKRKTNPKESTVEGKXXESAMELLDF*                     
>Adig_1371v119436                                                               
MDSQEVVIKIRDLNPHVVCSLCAGYFVDATTITECLHTFCKSCIVKYFQTSKNCPMCSLQIHETQPLFNIRLDRTMQDIV
GKLVPGILEAEEKRRREFYESRGMPLVKPQDDKENKKTSHENMKEREYSDYRNLYRDDEQVSLCVERLYERLEPPMILHY
RVRGKTGSSGKFTS*                                                                 
>Adig_1375v119437                                                               
MAILRSNKEQRIKLEELNPFIMCELCKGYLIKPTTIAECLHTFCRSCIVQYLQESEENICPQCSTVIHETNPFEMLRSDQ
KLQDIIFKLVPGLHERAYFEPAHVSYDNFQGQAPRDHVDCGVNSQESRESQVKIDPALVDKFVNIFKLDKETITRVLQDH
PNECADGDVNKLADLFCK*                                                             
>Adig_1602v119624                                                               
MGFDIERFSGKINEGLLCSICRDVLEEPLQAPCEHAFCTSCIQAWLTHYNSCPEDRLTLWPSDLKPIFRYMKNDLDALKI
RCDNETRGCKALVRLDALKTHLKEECGYVKTSCSNEGCQEELNKRDLESHLKTCKFQTAECSKGCGLKVNKNEESEHNCI
AELRKALIKNQKENEGKIRELKKEMESRLDSHRVHMVYKETSLQNQIEDLNLKVAELLRETKSLKAQRREELLREDPERT
EILEWLRSLKYQDEIAERYCSSCNKRYLHVRKDTLHCLNDQVNQSCTSRYPKEEEAVLSHIRCSRGTKLRSWNGTSAGTG
QGSLHAPTHSEDSSLNRALAESWRRTLDVSSSPCTNQN*                                         
>Adig_2404v120266                                                               
MVEVGKDSLPSGYDYDFVSSVFDEYHCLICHLPLREPVLTRCGHRYCKNCLTEAIKRRQTPECPADRVTLDPEKEHSLEC
RRRPIDCSNGCGQVVPREEITAHKDVDCPETLISCQYDFLGCRTQIKRCEMKDHLEEKLRGHFEMSVDKLSGVQDECRIL
RREMEQIKLNYFTVSSQLASLEKEVFEVKLKHKDIETSAPFIWKVTNFWERVCKAKTDKEIRVESDSFYVGPQGYKMKLA
MYPNGTKEARNAHISLYIALMKGRYDAILPWPFKYKVTLTIVDQNPDLIKRQNFVKSFVPEPGWRSMQRPTSEENERRGF
GRFFAHEKLRAGSYVLDDTLFIKFENPVQIEKCGHRLCEICAATILRSATPQCPADREPISRERIFSDVACHRKILDAQK
HGESCSFQPVQCINAGCQEKVIRKDFIEHMENTCLWSIMQCAFCDHCFPKLEKKSHNDACLRFPVECSNKCGLKNIPREE
LERHIEMVCPLTVIMCEYSAIGCPIKFQRRESKAHLDAMKDLHLQLACRGLVTMSKTIAEQAEKISLLEERMERLQHSPF
VWKISNFSAVMEAARTNQQRVIVSDPFYSSKNGYKLVLELYPDGYHAENNEEDEKVDFMSIYLRVLVGEYDGRLVWPFKY
TVVISLLNLNEFAKKRRHLSQEVQFSETEGLPRPYQGTVEPACGLWKFVLHSDLYSGSYIKDDTIFIKVAFSEQRERLFS
N*                                                                              
>Adig_3388v103717                                                               
MESLMKNLQKHVTCSICLDTYTNPKTIACLHTFCCHCLETYAQTSARNGKFLCPECQAEMTLPDENRFDKLPTSFHHNSL
LSVLGVRQVGDGSEISCGICKKTSVEISYCFDCEKLMCSDCKNAHELFKNAAFQGHKVTPVKQFQDKDYEAMLKRQSFCS
QQYHERELTRFYCTECEMCVCQICINTTHKPHGVEPIEKAADNAKSEILTLAEMMEERITTCDASIRQIEEMEAEMEANI
ASSKREVSRATDQIVTKARELERDNITALENTRLLSAQKFNSAKQQLQSFAKQFTQAVDFAHKIVEINSCSDVIQSHKQI
ASRFKDLDKIAVPPLPPRSSAMFVQTCNPSNLELGFTTTANVDVNKSGVNGLNQEFQAGVEGTLVVRPRIYPKEGVTEAV



KTKIYVEVLMEPVEKVSSMDVFDQGDRSYQVKFVAKVPGCLKVSVKINNKELAKSPFTVHVKERRIKVVGKLEFLGKVAK
CPFGVAVNSEGLIAVSDVEDHCILLYNAKGEYQRELGSYGENEGQFNNPENIIFINDDEVLVVDGENHRLQQFNVKTGNF
VKSFGKQGTGAGEFDFPCSVCLNDSGNIVVTEAGNERVQVLTEDGEHLLTFGENGELDRPVECIYWRDAYIVASFESHIF
NIFDCGGTLLHQLGESGTENRHLPGKLWRFCIESSRNHQNLLGNDINKGCNVLYQFTMDNFFTGKTVDGLEQFIPITAAP
DGRILALGKKTVLFLK*                                                               
>Adig_5872v104406                                                               
MESLLKNLEKYITCPICQDTFTEPKTMECLHTFCCECLKEHALKTQQEGIFPCPECHASVGVPDCFDQLQTGFLQNSWLD
VLTVRKGRDGSEISCGSCTKQSTETSFCFECGRFMCPGCCDAHEILRKMAFEGHRVTAIKQFKVEDYDALLKRPSFCSQK
YHEKEATKFVCVDCKICICQICIITEHKNHSIESLDKAANDQRPKVKAAVESMREKRKVCSDRVRLVEKTVIDLKANINV
AKDRVSQTAKQVIAAVREREREAHLSLDNTLASNLEKLDKAKSQLQSLARKITQAMEFGITLIERSSSANFIQTKESWEN
RFQELDRTAISAVPVGSFVKFVPTAEPGNLTFGAVAIEETAIEATTQDFQAGVETEFVIRPKVINKTGEIEVIVEPNEQV
GSFITQKMEDGASLIKLVPKLPGTYSINVTMKGEQLHKSPFLIQVNERRIEVVGELDFQGQTPEGPFGIAVNSKGLIAVA
DRKRHCILLLDKGGKYMRKFGGKGQNVGQFDCPSGVAFVDDHNVLVADECNHRIQQFNILAGNVVRVFGSEGSGDGELRN
PVGVCLDDEGRVVVADFINNRIQIFTKEGKPALSFGDSCSDREKLNRPPGCIFHENNFIVSDIRKNCLKVFDRSGRFLRK
IEKQGKDAGQLNLPWSLCVEKCGNHRNILVCDRWNNRIVLFSDEGSFAGKTVVELPDPVGIATAPDGRILVTIYEGKRVI
ILK*                                                                            
>Adig_7108v123949                                                               
MDIKTFLDNIYEHVCCPVCTNRFTDPKQLPCLHSFCLHCLQRIQATSETRDTILCPECRRSFTIPGNGDLNTLPTNFRLN
GLLDALPVTECKTSGVKCGNCDKRTQESAYCFTCCSFWCDECLPLHNGIKTFKEHHALALKDFGDEDFENIFKQPTFCPK
HEKKELEMFCRVCKTAICNSCALIDHEGHTKIALEDAAKEQRLRINRAIESRKEKAQKKVTRIAKLGENCTQFQEDAERV
KSNVQQFTENLIAAIETKKNKIFDEVEKKAKQCLERLGDKSQEIGEEVERDQTAIEKCDKMLKRSTNAQIMQPNEFLDQL
FLEESEQEDTVDLEGVNAIDFAFEINEELFNYVHAKQLGFLKIITISKESTVEGKGISEGTVGLLAEIVVITRNIMGEQV
CNRNNSVSLEIRNHSGQDCSTKPQIHDNKDGSYKISYFAKETGTCQASVKVNERHVRGSPFKTEFTPRLFEPVFSFGKQG
SAPGMFSHAKTAVEDAAKEQRLRINRAVESKKWKVQRKVTISGQVKEDAARVKSDVQQFTDNLIAAIEAKKNKIFEEVEQ
KAKQCLERLGGKSQEIEEEMKRDQTAIEKMLKRSTNAQLMQPNEFLDQLFREESEREDSVDLYGENFAFQGNEELFNYVH
AEQLGFLKSGITNPKESTVEEKVISGGAVGLPDKIVGITRNIIGKVFDQNNRITMENKNHDGHDCPTKPQIHDNKDGSYK
ISNIAKETGTCQASVKVNGQHVRDSPFKTEFKPVLSFGKEGSALGKFKFPSGVALNAKDEIAVADSANHRIQIFIADGSH
LKSFGRQGNRKGQFNDPNGITFHDNNIIVSDTYNHRIQIFDDQGNYLHQFGGKGKLSHQLDCPYGLSIDSDGNIIVADSN
NKSIKIFTLDGQFLRRIGAEGSFIYPVHCIQHGNYFITMSKLRVSIGEIKYTKIRCVHRKKWSLPAVIMDIKTFLDNIYE
HVCCPVCTNRFTDPKQLPCLHSFCLHCLQRIQATSGTRDTILCPECRRNFTIPGNGDLNTLPTNFRLNSLLDALPVTECK
TSGVKCGNCDKRRQESAYCFTCCSFWCHECLPLHNGIKTFKEHHALALKDFGDEDFENIFKQPTFCTKHEKKELELFCQI
CKTTLCNSCALIDHEGHAKITLEDAAKEQRLRINRAIESKRRKVQKKATRTAKLGEKCTQVQEHAERVKSEVQQLTDNLI
ATIEAKKNKIFDEVEKTAKPCLERLGDKSQEIEEKMKRDQTEIEKCDKILKRSTNAQIMQPNEFLDQLFREESEQEDTVD
FDGENVIDFAFERNGELFNYVHAEQLGFLKRKSLRLREKESAKELLDFSPKSLS*                         
>Adig_8644v100471                                                               
MDIKTFLDNIYEHVRCPVCYNKFTDPKLLPCLHTFCLHCLQKIQAASGIRDAILCPECRRNFTIPENGDLKTLPTNFRLN
SLLDALPVTECKTSGVKCGNCEKTTQESAYCFTCCSFWCDDCLPLHNRIRAFKEHHALALKDFRDEDFENILKQPTFCAK
HEKKELELFCEVCKMTICNWCAFIDHEGHTKVALEDAAKEEKFRLKGAIESKKRKVQKKVASIAKLGENCTQVQEEAARV
KSDAQHFIDTLIAAIKTKGNEIFDEIESKTKQCLDRLEKQRQKIEEQVKRDQTAIEKSDMILKRSTSAQIMQPNEFRDQL
FREEGEREDTDDLDGKHVIDFVFKRNEELFNDVHAKQLGCLKCLVTKTNLKESTVEGKGISEGTVGLIAEIVAITRNILG
EQVYDQNNRVTMEIRNHQGLNCSTKPKIHDNKDGSYKISYFPKETGTCQASVKVNGQHVRSSPFKTELKPRMFKPVSSFG
KQGSVEGIILGLWGIAVNEKDEIAMTDIDNHRIQTFVIDGTRFRSFGKEGNQHGQFNSPT                    
>Adig_9529v106428                                                               
MTLARFQAIELDTIYLSLPAVIMDIKTFLDNIYEHVCCPVCYNRFKDPKSLPCLHSLCLRCLQRIQATSGTPGTILCPEC
RRNFTIPGNGDLNTLPTNFRLNSLLDALPVTECKTSGVKCGNCDKRRQQSAYCFTCCSFWCEDCLPLHNGIKTFKEHHAL
ALKDFGDEDFENIFKQPTFCVKHEKKELELFCQVCKTAICNSCALIDHEGHAKIALDDAAKEQRLRINRAIESKKGKAQK
KLTRIAKLGANCGHVQEDAAIVKSEVQQFTDNLIAAIEAKKNKIFDELEKTAKQCMECLADKSQEIREEMKRDKIAIEKC
DKMLKRSTNAQIVQPNEFLDQLLREESNKEDTADLDGENVIDFYFERNEELFNDVRAKQLGFLKRITNPKESTVEGKGIS
ERTVGLLAEIAVITRNMMGQQVYDQNNRVTMEIRNHKGQDCSTKPQIHDNKDGSYRISYFAKETGTCQASVKVNGQHVRG
SPFKTEFKPRLFKPVFSFGKPGSGPGKFNWPWGIAVNDKDEIAVTDYGNDRIQIFIGDGTHLRSYGRKGNLQGQFKSPRG
ITCYHNNIIVSDTANHRIQIFDDQGQYLHQFGEKGKLNHQLDLPRGLSIDSDGNIIVADFNNKSIKIFTLDGQFLRRIGA
EGSSINPIHCIQHDNYFIASDKGDHCIKLFDKQGKFLYKFGMRGAGEGEFKSPRCLSMDKAGHLLVCDSSNHGVQVFKLN
GEFITRFTNPKLLPCLHTFCLHCVQRIQATSGTPDTILCPECRRNFTIPGNGDLNTLPTNFRLNSLLDALPVTECKTSGV
KCGNCDKRRQESAYCFTCCSFWCEDCLPSHNSIKTFKEHHALSLKDFGDEDFENIFKQPTFCAKHEKELELFCRVCKTTI
CNSCAFIDHEGHAKIALEDAAKKQRLRINRAIESKKQKKQKETRIAKLGEYCTQVQEDAERVKSKVQQFTDNLIAAIETK
KKKIFDEVEKKAKQCLEQLADKSQEIEEEMKKDQKAIEKCDKMLKRSTNAQIMQPNEFLNQLFQEESEQEDTDDLDGENV
IDFDFERNEELFNDVRAKQLGFLKRITKPKESXXXVTPCLIMDIKTFLNNIYEHVCCPVCTNRFTNPKLLPCLHTFCLHC
VQRIQATSGTPDTILCPECRRNFTIPGNGDLNTLPTNFRLNSLLDALPVTECKTSGVKCGNCDKRRQESAYCFTCCSFWC
EDCLPSHNSIKTFKEHHALALKDFGDEDFENIFKQPTFCAKHEKELELFCRVCKTTICNSCAFIDHEGHAKIALEDAAKK
QRLRINRAIESKKQKAQKETRIAKLGEYCTQVQEDAGRVKSKVQQFTDNLIAAIEAKKNKIFDEVEKNAKQCLERLADKS
QEIEEEMKRDQTAIEKCDKMLKRSTNAQIMQPNEFLNQLFREESEQEDTDDLDGENVIDFDFERNEELFNYVHAKQLGFL
KRITNPKESTVEGNGISKGTVGLLAEIVVITRNILGEQVYDQNNCVTMEIRNHEGQDCSTKPQIYDNKDGSYKISYFAKE



TGTCQASVKVNGQHVRGSPFKTEFKPRLFKPVLSFGKRGSAPGMFNLAWGIAVNDKDEIAVTGSGNHRIEMFLCDGTHLR
SFGRNGNQQGQFSCPFGITFYNNSIIVSDSHNHRIQIFDDQGHYLYQFGEKGKLNHQLGCPRGLSIDSDGNIIVADQHNK
SIKIFTLDGQFLRRIGEEGSFIDPVHCIQHDNYFIVSDSGDHCIKVFDKQGKFLNNFGMRGAGDGEFMSPRCLSVDKAGH
LLVCDYLNHRVQVFKPNGKFITKFGAPGTEKGKFNAPMSTAILPNGRIVVTELNNHRVQVFE*                 
>Adig_10274v107109                                                              
MSTFPGTSTAWAVAAGDWVENQQSAILQSFCSPEQRTFQQHMEEGAITSGSKNAKKSGKKKLSESSAEHGTREADRTPLF
SQQGGLDPETSMIGNATAGVEEEVLDNPEDADWLTRTEKAILSHDPRASPSNRQNNTFRELNVKPSTSQQCTILVEEFEK
EEEDHSIEENTEEVEDKLTVIVSGLRSTTTKDTVFDYFENSRSSGGGEVLNVDFNEQADAVVTFQEVKDFKRLLEGRHKI
DGTPIEVQPPKKKVPPDPVHVQGLSLEKTVIMDIKTFLDNIYEHVCCPLCTNRFTNPKQLPCYHSFCLHCLQRIQATIGT
PDTILCPECRQNFTIPGNGDLNTLPTNFRLNSLLDALPVTEGKTSGFKCGNCDRRRQDSAYCFTCCSFWCNDCLPSHNSI
KIFKGHQALALKDFGDEDFEKIFKQPAFCEKHEKEIELFCRVCKTAICNSCAFMYHEGHAKIALEGAANEKRLRIKRAIE
SKKRKVEKKETISVQVQKHAERVKNEVQHFTNDLMAAIEARKKKIFDEVEKRVKHCLERLGDKSQEAEENLNRHITAIEK
CLKLLKRSSNAQIMQPNEFLDQLFRVESEQEDTVDSDGENVIDFAFEKNEELFNYVHTEELGFLKGKTNPKESTVEGK  
>Adig_13244v100929                                                              
MTEPSREIQRFNSVWKRSPRGNSVSSADERSSGRKCSLSSRRARNTLDDCQQVPQTAKQCKFEMNWTCEKDIARALIDLQ
KEALQKETQTSSVNCEKKFLHCPVCRCFYVFPVTLSCGHTLCKTCIWLGNGDQNSQIDCRQCGVRNVSNRLSVNVLITRL
IQKLFPGEYEREVRKLENIQRERVPGTERAKLVASLTDILEISPDNFKALKWRSRAYLEMEKYQQALEDANRACVLRPFL
PSVFYLRGLILVAIDSYERAAFSFARCVALDASSLGLPQLLTCLTKILSSESPYHESFWEQFATLNSVQMTTNRCKLSLE
RLFNDSVGNADKSEKRKRKRSNVDEAIGSSADCVEKKSGGKRSFQEAEASENKWDEQPQSKFRKLSRHGNQLITKEDLEC
KICYSILYQAITTDCGHTFCRDCLKRSLDFRPECPYCRQSLDCRVISHTAITFEVKEAVEDMFHEEYTERERSFTDEEAN
WKRVGVDESTEVPVFVCMLAFPSLKYPLHIFETRYRLMIRKSYELGTRMFGMCTTDEEMGFSEYGTMLFIDNMELLPDGR
SIVQTTATRRFQVMSRSMRDGYNTAMVRWLEDEAVPKPLNVEVRHLDILRVDCRKHLDLWFSGLTELQQECVTNAIGPIP
NDPEKLEYSSNGPSWLWWALAAIPLQDRAKLIILSMTSLEERLRSLRRFLALLVSNR*                      
>Adig_13306v109910                                                              
MLKPVTLACGHSGCQECLAKLIRIEANPKCPLCKQSVPSKATLNLNITLNDLTSQLEVRCTNSGCVWKGTYDSAEDHTNR
CPKVRVACENEGCAAQMAREELDGHLTQCLKQKIPCSDCGFWMPKDVLHEHRTSLCSYKQISCPLGCGMTLPRCHVILHQ
EKCGERAIQCTVRGCKTIYRRKHQKEHVTKAASSHAVLQEGEVQLLRQIIHFKTQRPLMILKEQDVISFCWVLDDFGRLK
ESVASPEYRCLKQNRWRGVMRSLGRQRLSLQLVSAVNQVMVGVRVALMPGTANEVVVSFPPKALASQTPLGILLKEKMDL
NLFIALDRGPRVDLIQWLQNRSLLANPLICATCNLHMDLKERNDNHVDGFHWRCRGCRKRRTLRSNSFFEEFPRLALGKL
LLVIFFFNAGDSQRRIAQYVGLNPSLISRICRRLQDVCSRDIQDRPFIPFGGPGTIVKCDESKFNHKPKYNRGRRANRDS
WVFGIVTTEFTPARGYFEVVDRRDVATLHPIITRCIHPGTDVHTDDWAAYRNMNQHINNVNVHRTVVHRYHFVDPVTGVH
TQEVESCWNNLKLGQKMRRGIPREDLQSYLDEQMWRQWRGGPRQQTVQNFLAILPIQYDVTIPVL*              
>Adig_15351v111800                                                              
MDVQQLFRMLKKEAECPLCLDTVKTPKTLPCLHSFCLECLDKLANFARRQLQTSIKCPVCQASFPIPSTNTFANLPSSFH
LNRLVDVLALHDSTVQVQKCNSCDENNPATSYCFVCQSFMCESCFQAHQRLKATRDHRNVLIDKLQAEDVQELIERPVIC
SQQYHEDQALEFYCEDCKVLICLKCSIVSHNRHLVTDTRKAALEQKMQMTEALAKLKAEILLYENEIKKQTELKDKNVTD
VMNAEKMMTDSVEEWIRNLREHEKKMKQEFRVIYEAEQKQHETRLENLELITTQLKSCVERGQGVLERNVSAEILQTNHT
ILQRCEELMNARKPDRYKSPYLNYFVKKKFDTFDQILVTKTDSLMCLAEFDDSEIGRESNVVVVTRDSGGLQCYQQDDQI
KVDILTAEGDHLKTELKDSKDGKYTVTYTPQCVGHHSVKIEVNGQPLTGSPFLVQIRQHHYQFSFKFGVLEGNRGRNFGG
ISDIAVSDRTGMIAVADGANKRIQLFSSNGKFKTQVKLDGGPCSVAFTDCGDLLTLSSENNNKLCLFSEEGRFIKHINAK
HLKKPHRLSIASDGRLIITDHANNEVKVLSPDGNDQLMSMTAPNCYNSPEFAAYHQKKFYVSYPYDSCIKVFDETGVYIY
DIGCEGSSDGQFLCPVGLVIDKCNRLIVCDVDKLRLQLFTLSGKFLSKLEGEWFYDSPRCAAINLKSNTLFVSSVSCNNI
CVFH*                                                                           
>Adig_16177v112573                                                              
MDSEDEDAIYGDEHEDSYNESGSEEGDESDFDIDCDEPSTPKRPHVNDDFHYECLTPEALVAYMNGIIDEVNSVFQLPRA
TARILLSHFKWDKEKLLERYYSGDQDRLFSEAHIVSPNRTNSRPTPSKRVNTRSSSALPEGNCDICLSVTNISTFVGLEC
NHRFCHRCWKEYITTKVMDEHVGEGISCPAHKCDILVDEAFVGQVVKDSKVKSQYNHLIANSFVENNRLMSWCPGPDCQN
AVKANYHDALPVTCYCGYTFCFGCGEPVHEPVRCPVNAQAARDAQAKSRQALERYLFYCNRYMNHAQSAKFETKLYAQVK
QKMEEMQQHNMSWIEDNQKDLEMATEILSEYLERDITSECLSDIKQKVQDKYRYCEARRKALLDHVYEGYDTDIWEYIPY
D*                                                                              
>Adig_16569v112912                                                              
MAAASPAGDVIVWEWKQESNLWIPYQEGVCQLLEKKFMEWSQNTSKKMLPMVNLGDCDPSLDCYEVDLVNLEQIRYETGN
KRKVRREIYSSNSVPGQGLRWEWDNGVAWVAYDIPTSEKIERKYIGNKKEIDLSRTALGIPNVLYFHYMVQVNKYTSFKR
PVQRLTNQSYPMVKPDYSVAKTSPSKSTKCTAKSNHTLSTSGNKSSKTKQTVGTEKKAKKPKVVQSQAAATSGDPLSDFC
NDLETAPDEDCAICFEKLCNISSFDDESGSSEKSNSSGIKQLTQCKHSFHASCLQAMYNSGTKDGSLQCPTCKAIHGVKH
GNQPKDGSMTVHRSQDSLPGHPDCGMFTIIYDFRGGVQGPEHPNPGRSYTARGFPRTCYLPDNHKGKKVLKLLKEAWHRR
LIFTVGTSSTTAEQDTVVWNEIHHKTEPFSNHKGHGFPDPNYLDNVLSELALQGVQPVQENSLGPGEGVGSRGAT*    
>Adig_16789v101375                                                              
MSLRTMQLNDLNPHILCVLCGGYLVDATTIVECLHSFCRSCIVKYLQTSYNCPVCDVEVHKTKPLLHISYRTCKRRSSLL
ARTEIIRSDEILDENLTMKEVCRIYGLYSKPFVDLQYVFLEKNETATPVEKPKIVEVKRKRIKKRKEGGNLLKKCPSANA
YCQHGNEDSKESKLPSSQKSESDRDAETAPVQARLFEKVRKENLVPSDLDRSATMNRHDLVSTQMPSLTEHIGSVFEEND
FSSCTNMSLEATATLATPNPVANKTESSLITTPTVHSFKHARSSNADNASNVLNHAKDMCLNHISGEFEASGIHPGLLVE



TS*                                                                             
>Adig_17019v113314                                                              
MDIKTFLDNIYEHLCCPVCTNRFTNPKLLPCLHSFCLHCLQGIQATRGIRDTILCPKCRRNFTVPGNGDLKTLPSNSRLN
SLLDALPDTKCKTSGVKCGNCDKKRLESAYCFTCGSFWCGDCLPLHNRIKAYKKHHALALRDFRDEDFGNIFNQSTFCAK
HEKKLKFFCKVCQITICNSCALEDHNCHARVVLEIAAKERKLKLISAVESKKRKAQNKVKRITKLDEDCIQVQERSARIK
SDIQQFTSNLIAAIEAKRNAILCKVEKKAKQWLERLAEKRQGIEEDMKKDQTSIEKSDLILKRSTNAQIMQPNEFLDELL
RQKGEQEQVVNSDDEDVIYFVFERNEELFNDVHTKRLGFLKTKSNPKESTVEGKGISEATVGLKTEIVVTTRNVLGEQAY
DQNNRVTMEVRNHEGGDCSTKPQILDNKDGSYKVSYFAKATGTCQASVKVNEQHVRGSPFKTEFKPRLFKPVLSFGKEGS
TDGMFSRPWGIAVNDKDEIAVTDRHNHRIQSFLSDGTHLRSFGRRGNQQGQFECPTGITFCKNNIIASDTNNHRVENFDD
QGHYLDKFEGKGNLNHQLDRPHGLSIDSEGNIIVADSYFKSVLIFTLDGRFLRRIGEESSFLGPIHCIQHDNFFCVSDFG
DHCIKVFDKQGEFLYKFGKRGTGDGEFDQPRCLSVDRVGHLLVCDSMNHRVQVFKLSGEFVTKFGGAGKEEGKFNQPIST
AILSNGRITVTEFGNHRVQIFE*                                                         
>Adig_18024v114133                                                              
MSLQVQDVLNALQQMQKSLECSICLELLKDPHSTKCNHQFCGQCIRKVLEKSSKSSKNKWYCPLCKTPVSKRSLTPNPTL
SEIVAAVRNLQVAIQDDTGIPAAALSTVSTPTQNSLDSLEEDTVTPCLFGNNSCEASQETKSNRDQNREMSELNSIPENQ
DNKSNISRDIVPFENDTDEESSYADKASNKTGLEGMKARGKCRPTEVRSPCFRVNTQTNDNPDDEGTQSFSTFQSVSILQ
DVGVLSQEQQEYTGTCNDTLVHQTSHVQNGNNAASSWAEPLPKGESSLHPLPQEVDRSESYDGEKGRGKGRASFSQLTDS
EVIPPTPPVRATTRLNFAGDAPSIIKESRSVKDATKGNAEKQHEYPITSKQMKHIQNRDCCESPTSIDQGNRVSTTKETT
RVLLLTDDFSSANEVAANVSSDTTDQDSKSDNDIFPARKRRQDRVAATIRKDCKSSKDTKMHLESPSRRGAVEEILVNKA
GNSSQNGINREKARNENHDGVRSKKRTEKDFQRKRSPEESNPNYYPCSALLQKTFDDEDTCDYSGTQSKVKRKGNFQGGR
SCIPAIHDDTKDLHYLTQDKQNRFEDLSKAEYEYRDLDDEFVKRADSSKESKGGRVVIEDEDCLSVDERDVTFNKDVTAK
LLHEGDREESSDDEALLKPAFLSKESKSATKDGDCQEDVEDIDEDEEAMLSQELLLSENGDGVIS               
>Adig_18638v114667                                                              
MDIKTFLDNIYEHVCCPVCYNRFTDPKLLPCLHTFCLHCLQKIQAASGIRDAILCPECRRNFTIPENGDLKTLPTNFRLN
SLLDALPVTECKTSGVKCENCEKTTQESAYCFTCCSFWCDDCLALHNRLRAFKEHHALALKDFRDEDFENILKQPTFCAK
HEKKELELFCEVCKMTICNSCAFIDHEGHTKVALEDVAKEEKLKLNRAIESKKRKVQKKVASIAKLGENCTQLQEEAARV
KSDAQYFIDTLIAAIKAKGNEIFDEIEKKTKQCLDRLGKQRQKFEEQVKRDQTAIEKSDMILKRSTSAQIMQPNEFRDQL
FREEGEKEDALELDGEHVIDFAFERNEELFDDVHAKPLGCLKCVVTKTNLKELTVEGKGISEGTVGLIAETVVITRNILG
EQVYDQNNRITMEIRNHEGLNCSTKPQIHDNKDGSYKISYFPKETGTCQASVKVNGQHVRGSPFKIEFKPRLFKPVSSFA
GKQGSVEGIILGLSGIAVNEKDEIAMTDIENHRIQTFVIDGTRFRSFGKEGNQHGQFNSPTGIAFYNNNIIVSDSGNHRV
QIFDDQGRYLDQFGERGKLNHQLDRPRGLSIDNDGNIIVADSNNKSIKIFTLDGRFLRRIGEEGSLIYPIHCIQHENYFI
VSDETDYCIKVFDKQGKFLYKFGKRSSGNGEFEYPLCLSVDKSGHLLVCDSMNHRVQVLKLNGEXXL*            
>Adig_18948v114926                                                              
MDSRQVTELLECPVCFKQLDQTCKVLPCQHTFCRQCLRDIVQGSNELRCPECRILVEKDVDDLPANIFLVRFLESLKVGQ
HRKESLVDTGKETRDNVPDKDKQKLYAFRTQKQAEGPVQPRSIPGAGKVPCARGISSLPTGGVLEQHPESNRPEGPNQGP
EGMGKSLQVQGPGGMQAQRPAGKFGRNVQKQRRELPLAASVQPQEPEQQVIYIPGQEPLNTSMLASTTPQEQKQIIGERL
YPLIQVTHPDQAGKITGMLLEIDNTELFNMLESREALAAKIQEAVSVLRAHSAKERAEIKNRKGKSGWNARKQRWGRPLA
VSMQPQPVQKPIRIPGQEPLNLSELAAASPQEQKQIIGERLYPLIQSREALAAKIQEAVSVLRAHSAKERAEIKKGKGKF
GWNAGKQRWGRFDAVTSNAENHSHT*                                                      
>Adig_19197v115128                                                              
MTCAYGTKIIPLQRSSSNIVINNTGAFRPVYPGSMRLFCSAEMAEGSETLVSLPGQWKMPCPRCQNVFDDPKVLPCLHAF
CKNCLIKAVENGRLNCPTCRRNVPLSEAGIDGLPTNILSHNILDVLVPSQDSIQTRSWTRAVIQQCSNCGEGSMVTARCI
DCRELLCDSCVRAHQRVRLTKEHRIVTFIEEAAMLRKTTIATSTTASSPTTSISSISTTSDKSSSEDLIRCGKHEFQFLS
LYCETCFTPVCKECTFSDHRGHSFQYLREAVQSTQAIVGKLIGDAKTEISKIEEAVNNSQAIAEQVEYRAQTVSNEIRQT
VRRHMAALEERERELLRRVEKVRQIKGKSLHLQIDELKVYLNKVMTVCNTSERSVEHSTDPELLATKTRLSDTLNELRAK
RGLFQPHEDDAILFTPPDQALQTAISSLGIISSSAFSPYSCATGDGLRRGIRGKLAMFIVQAKDHQGENRCIGGDPLRVQ
IQGPHGVFYRAEISDRQNGTYAVSYRPQVTGEHVISVTIRGRHITDSPFRVTVIKGRNYSGIGPVVRFFGSEGECNGELC
RPWGVCCDKDSNIIVADRSNNRIQIFDCYGKFRLKFGSAGSRNGQFDRPAGVTCDCEGRIIVADKDNHRIQVFMADGTFV
LKFGEKGSKNGQFSYPWDVACSNEGNILVSDTRNHRVQLFNHDGKFLGKFGFEGIHWKEFDSPRGVAFNHEGHMIVTDFN
NHRLLVIRSDFQHAWFLGVEGSKNSEFLRPQGVAVDQEGNIIVADSKNHRIQIFQPNGNFLCKFGTHGCSPGQLDRPSGI
CVSNDGLIIVVDFGNNRIQLF*                                                          
>Adig_21212v116662                                                              
MATSHGQLDKDLDDCCCPVCLEDFQDPKVLPTCNHNVCRQCLEAIVKRSNPDFLQCPTCRQRSFIRIEDIDDLQTNVFLA
KLLEQQEPQKARDKLSKGIQACVTKVEVIEEIVHELKLFREGKFDHGENLRRKIHEAADDMVKLIRKNEKELIGQLEDFS
SQQDKVFRGVETRLASFSQNIQDQVEMSLRVLDEGNDDDISKMKNTLASLAHDMPEENVHRKINELESFTVIFETNKELF
ENVQNHGIGNLTMNDKCGVKVGLCTPLSVLRVSLRTLRKINPSDLGFETFSPLSVATDGDKYVAVADPENNNILIFNRNG
NFLRRFTVPANSDQPAMMFSGVAFSKDKKDLIAVNGARDVHIINPKEGTFKVSYRSSSQWGVKYCFITTDPYGRLLLTCE
PLEKQYRACIVVHSDVPFGKPDLRFGFSGEGALLFPFKALYHNKHYYVTDMEKGCVMVYNEHGKFIRHFGRKNEEFKGNG
HLVLPTGMAYDSSQEIFYICDWGSSSIQTYKPDGTFLGVFPMDGRPTDIALLSDGKLVVASKDDQWIQYVCITPLCALKE
EDIEKE*                                                                         
>Adig_21991v117272                                                              
MIGKATAGVEEEVLDNQEDTDWLTRTEKARLSHDSRASPSNRQNNTFRELNVKPSTSQQCSILVEVLMDIKTFVDNIYEH



VCCPVCFNRFTHPKLLPCLHSFCLHCLQRIQATSGIRDTILCPECGLNFTIPGNGDLNTLPTNFRLNSLLDALPVTECKT
SGVKCGNCDKRRQESAYCFTCCSFWCDDCLPFHNTIRTFKEHHALPLKDFGDEDFENIFKQPTFCAKHEKELEFFCRVCK
TTICYSCAFIDHEDHAKIALEDAAKEQRSRINRAIESKKGKAQKKVTIIAKLGEYCTQVQEDAETVKSKVHQFTDNLIAA
IEAKKKKIFDEVEKKAKQCLKRLADKRQEIEEEMKRDQTAIEKCDKMLERSTNAQIMQPNEFLDQLFREKSNQQDTDDLD
GENVIDFDFERNEELFNYVNAEQLGFFKRKADPKESTVEGKGISEGTVGLLAEIVVITRNNMGEQVYHQNNRVTMEIRNH
EGHDCSTKSQIHDNKDGSYKISYLAKETGTCQASVKVNGQHVRGSPFKTEFKPRLFKPVLSFGEQGSVPGKFNWPWGIAV
IDKDEIAVADSSNHRIQIFVSDGIHLRSFGRKGNQQGQFNWPTGITFYNNNIIVADTYNHRIQIFDHQGHYLHQFGEKGK
LSHQLDLPLGLSIDSDGNIIVADNKSIKIFTLDGQFLRRIGEEGSLTDPFHCIQHDNYFIVSDNGDHCIKVLDKQGNFLY
SFGMKGAGDGEFNSPRFLSVDQAGHLLVCDSSNNRVQVFKLNGEFITKFGAYGSEKGKFNMPNSTALLSDGRVIVTELGN
HRVQVFE*                                                                        
>Adig_21992v117271                                                              
MDIKTFLDNIYEHLCCPVCTNTFTHPKQLPCLHSFCLHCLQRIQASSGIRDTILCPECRRNFTIPGNGDLNTLPTNFRPN
SLLDALPGIECKTSGVKCGNCDKRRRESAYCFTCCSFWCHDCLRLHNRIKTFKEHHALALKDFGDEDFQNIFKRPTFCPK
HEKKELELFCRVCKIAICNSCALIDHEGHAKIALEDAAKEQRLRINSAIESKKRKVQKKLIRIAKLGENSVQVQEDAARV
KSDVQQFTDNLIAAIEAKKNKIFDEVEKTAKQYLKRLGDKSQEIGEEIKRDQTAIEKCDKMLKRSTNAQIMQPNEFLEQL
FRVGSNQQDTVDLDGENVIDFAFERNEQLFNYVHAEQLGVLKIKTNPKESTVEGKGISEGTVGLLAEIVVITRNIMGEQV
YDQNNRITMEIRNDEGHDYSTKPQINDNKDGSYKISYFAKETGTCQASVKVNGQHVRGSPFKTEFKPRLFKPVLSFGKRG
SAPGMFNMPSTGITVNDKDEIAVADNGNHRIQIFHADGTHLRSFGRQGTQQGQFNSPYGITFYNNNIIVSDTANQRIQIF
DDQGHYLHQFGEKGKLNHQLDLPRGLSIDSDGNIIVADSNNKSVKIFTLDGQFLRRIGEKGSFINPVHCIQHDNYFIASD
NGDNCIKVFDRQGKFL*                                                               
>Hmag_XP_002163361                                                              
MDHATKLNLICRICREDIIKDPVDINKYSERIENSYYKNTSIDNKKIHPQKMCNRCYTNLRNIEKGSSSSIKSVDWPLPC
AGNCSCFPKVVGRKVKKCKPGRPCVMEQNQKRWTRPIINNLISTIPKPTLRLNVIDIDPVSNPHLNLCICKLCNNIMYKP
LILKECQHSFCSVCLFKEIEGKLETEAKCFICGQTISLNSVLNSVNLTQMIEHILLGCNKKCKLNYAVKDNELKKLHEEN
CMGEKLLQTFCKKTPSGLDTTLSDIFLLKGNDVIPRIVEDAALHVIKQKQINSESNFFSFPSGGPRVNTF          
>Hmag_XP_002160742                                                              
MDHATKLNLICRICREDIIKDPFDINKYSERIENSYYINTSIDNKKIHPQKMCNRCYTNLRNIEKGSSSSIKPVDWPLPC
AGNCSCFPKVVGRKVKKCKPGRPCVMEQNQKRWTRPIINNLISTIPKPTLRLNVIDIDPVSNPHLNLCICKLCNNIMYKP
LILKECQHSFCSVCLFKEIEGKLETEAKCFICGQTISLNSVLNSVNLTQMIEHILLGCNKKCKLNYAVKDNELKKLHEEN
CMGEKLLQTFCKKTPSGLDTTLSDIFLLKGNDVIPRIVEDAALHVIKQKQINSESNFYSFPSGGPRPLQFTSNSMAYKDS
SDVTYGITGANGRHACLFCHITREEMKMNPSQQKHSCSKRTLETLHADFQNFIQKGRIPKLAKTCKHSIITYLIGNLS  
>Hmag_XP_002156351                                                              
MDSIDHRPDVGGYDAVFINPLQSDYECPICQCAFRDPVQIEECGHRFCLSCINEIKKQKGTLKCPLDRQLINIEKMFLDK
AVKRAILSLIVKCHNFSRNCEWTGELGFIEEHVKSCPYENIVCPNELCQDLFPRGTLSQHLEQRCKFRSVFCQFCSEKYI
HKDVKSHLKHCKKFPMECVNKCEKKDIPREKMASHLEECPFSIALCPFSEIGCEFSGKKDVLENHVTLAVNDHLSLAMTK
LLIHECRFVCTNGIFVWAVPNFRVQFEAAKISEEDKAVYSHPFYTAQYGYKLRIKVYLNGRDRGKGTHISLYLIIMKGDY
DNLLDWPFNHKITFYLLDQSVHRKHKVHQLSPNRSLPNVRAVFNQPTSKENLGIGNPSFVSHESMIAGGYIKDDTLFIKC
EIEPVNNNIK                                                                      
>Hmag_XP_002166121                                                              
MTTLKTARDIYDFRCILCSETFKNPKVLPCLHSFCYSCLEELIRGHEQTLVCPTCTVEIQVDPTGLDAFPANSFAINMLN
ILAIENPTNCSNCEDRELANSRCLDCVENLCTRCVTAHERIRQTKGHKIITFEELQNNAVHDALKCHSFCKTHDREILKY
FCETCDEAICRDCAISEHRDHNYMDLKEAVKLHRNGVTNLLDNAKRKIPVIKLALKEIAEVKENLNQRRTSIAHFIKSKI
DLLIKYMEERKTQLLSQLDEIYLEKESVINDQQDELELDLDNFHSSCEFVENMMNYGNEAEVMTVKRFMTKRLRDLCSYQ
PQTEPEENDVIEFSFEDAPLKDEVDKFGKLSTSNTFPLFCIAKGDGLHQATMGHTTEFKVITKDRFGNFIPRGGDALSVK
ITDSKGTTTNAEVLDYNNGTYSVTYKVKSKGKHLVAVYIRDKAIQNSPFEVNVSSGVDIEKIGPMLTKFGSGGVTSSLAK
DDSYEPWGLVCNKDGDIIVTDHSNHKVQVFDVNGKLLHQFGVRGKDDGEIWYPTGIAVDKYSNIYVADHGNHRIQAYTGD
GKFIRKYGSRGTGDGQLKGPCGICIDRENRLIVTDRDNHRVQIFDLDGKFLLAFGGYGIQDGKMNSPRHVSVTMENNIVI
SDTNNYRVQIFDRNGKFISKFGSKGTLEAQFMCPSGIGLDGENNIVIADFRNANVQIFNEEGNLLKVLGSEGSISAGIFS
KPTGLFVSSSGNILVADRGTHKIYLF                                                      
>Hmag_XP_002156123                                                              
MDHATKLNLICRICREDIIKDPVDVNKYSERIENSYYINTIIDNKKIHPQKMCNRCYTNLRYIEKGSSSSIKPVDWPLPC
AGNCSCFPKVVGRKVKKCKPGRPCIMEQNQKRWTRPIINNLISTIPKPILRLNVIDIDPVSNPRLNLCICKLCNNIMYKP
LILKECQHSFCSVCLFKEIKGKLETEAKCFICGQTISLNSVLNSVNLTQMIELILLGCNKKYKLNYAVKDNELKKLHEEN
CMGEKLLQTFCKKTPSGLDTTLSDIFLLKGNDAIPRIVEDAAFHVIKQKQINSESNIFSFTSGGPRVNTF          
>Hmag_XP_002166777                                                              
MDHATKLNLICRICREDIIKDPVDINKYSERIENSYYINTSIDNKKIHPQNMCNRCYTNLRNIKKGSSSSIKPVDWPLPC
AGNCSCFPKVVGRKVKKCKPGRPCVMEQIQKRWTRPIINNLISTIPKPTLRLNVIDIDPVSNPHLNLCICKLCNNIMYKP
LISKECQHSFCSVCLFKEIEGKLKTEAKCFICGQTISSNSVLNSVNLTQMIEHILLG                       
>Hmag_XP_002163398                                                              
MDHATKLNLICRICREDIIKDPVDINKYSERIENSYYINTSIDNKKIHPQKMCNKCYTNLRNIEKGSSSSIKPVDWPLPC
AGNCSCFPKVVGRKVKKCKPGRPCVMEQNQKRWTRPIINNLISTIPKPTLRLNVIDIDPVSNPHLNLCICKLCNNIMYKP
LILKECQHSFCSVCLFKEIEGKLETEAKCFICGQTVSLNSVLNSVNLTQMIEHILLDFLQKTPSGLDTTLSDIFLLKGND



VIPRIVEDAALHVIKQKQINSESNFFSFPSGGPRVNTF                                          
>Hmag_XP_002170325                                                              
MELHNKNLKLLCRVCGQLLGKKHNFIGKVLKMKLENLFHVKLTDVDIIHPPNICQKCYCTLNNVLKRKTWTALSLCTQWK
PHSDNCFTCQSVEKLSKDLIFSNVQSKNKAKCSGRPKDNTKRWTFSMFEIIREKIATLHDKEINIEELNNELNPHLQLCL
CSICGSIPKQPLTLRKCEHLFCFFCIVENIKTKPISDTVCPLCKEHIVYEDLSTSKNTISLIKMMAKNDDNIVTFRSGGP
RPNSFLPVSKAYVCSNKASIKTKKCRNSLLKNQLQIIAGKSVDAIGCQSSQLLKSFQPETRELILANSNINRVTIGAAEM
VAIKADLSLPWEKLKTIS                                                              
>Hmag_XP_002156657                                                              
MDHATKLNLICRICREDIIKDPVDINKYSERIENSYYINTSIDNKKIHPQKMCNRCYTNLRNIEKGSSSSIKPVDWPLPC
AGNCSCFPKVVGRKVKKCKPGRPCVMEQNQKRWTRPIINNLISTIPKPTLRLNVIDIDPVSNPHLNLCICKLCNNIMYKP
LILKECQHSFCSVCLFKEIEGKLETEAKCFICGQTISLNSVLNSVNLTQMIEHILLGCNKKCKLNYAVKDNELKKLHEEN
CMGEKLLQTFCKKTPSGLDTTLSDIFLLKGNDVIPRIVEDAALHVIKQKQINSESNFFSFPSGGSRVNTF          
>Hmag_XP_002165542                                                              
MDHATKLNLICRICREDIIKDPVDINKYSERIENSYYINTSIDNKKIHPQKMCNKCYTNLRNIEKGSSSSIKPVDWPLPC
AGNCSCFPKVVGRKVKKCKPGRPCVMEQNQKRWTRPIINNLISTIPKPTLRLNVIDIDPVSNPHLNLCICKLCNNIMYKP
LILKECQHSFCSVCLFKEIEGKLETEAKCFICGQTISLNSVLNSLKTMSLKNYMKKIVWVKNYCRLFAKKTPSGLDTTLS
DIFLLKGNDVIPRIVEDAALHVIKQKQINYESNFFSFPSGGPR                                     
>Hmag_XP_002154378                                                              
MELLNTKKYGGYDVHFLDTLSVNFECPVCRMAFREPIQTDCGHRLCLSCSEEIKIRNEGVLICPLDKSISDKTFSDKAYE
REILQLKVKCGNFQNNCEWTGELKLLSNHLTNCDYQKVKCTNEECFTLLLRKELKNHMETHCIYRSVTCQYCYQKISYIE
LKIHFENCESFQLNCVNQCGARVLRKEMSSHITDDCTLTIIS                                      
>Tadh_XP_002113634                                                              
MAYNNNGYNVEFLCDVDEKYRCIVCGNVLCYPLQFKTCGHRTCSGCLKEVLRSKSNPKCPIDGVNISIENVEEDEAIHQK
ILTFEVCCQRHLEGCNWTGLLNDLEKHLKKCQFEIIDCPKGCKEMIERQNIEKHISTNCSKREILCEFCKCSTHYDQLKS
HWNACQMYLVSCPNSDECGKIARIDFDRHIRKDCKFKPIFCPFADEGCTYKGKVHDMEKHLEKDHLQHMIIFRDQIANQE
RIIQKQDEIIHQQENLLQDVLQRNEHSFTYYITEYSKQFNLARKCREHSVIYSDPFTVGKYGYKLSLVIFPNGNGIGKNK
YLSVYLQLMRSEYDDILAWPFHCKVTIELIDQNINFDDRKNITFSLIPDKKRKQAAFMKPKNDTFTYFGSSMLASHKQLK
ARHYILNDTIYLKVVVKPTGDIGV                                                        
>Tadh_XP_002118455                                                              
MVQKLHFIEVKGKAFSLTSIDWRISSIVDCLETGLVKLDSSELDIELLNLFKSQLIEAIKYFQAGLLTKYEPELLLALRY
LVWKNSVLSNGATLGQQMLNIAYRHKDNSEINRIQRILFGILTVFLPWLKERLSQFSDYARNNYLLRQVVRGIALLDNIL
TIGSLANFFSFLQTGRYKNLLERILSIHPEYSNPQSLRQEFLAFVLPLVNIYQTKMFFKQLLWSELSPKSSIKSTDCAFC
GEIPCNIYQASCGHRFCYYCIKSRMLASVTVNCPSCGRVIRDHELAFARD                              
>Tadh_XP_002114795                                                              
RKLLLKDINEHITCGLCKGYLVDASTITECLHTYCKSCLVRYVQDSNRCPTCDIVIHETQPLYNIRMDRTMQDIVDKFVP
WLKEAERERLNKFYIDHGLQNPFTTLTKQDKYRDDRQRENIEKRHDYDYHRSDEQIAICFRCADSFSRSLERNFILCSSQ
ITIRHLKKFLIKKLCLPSLDNIIITCNGVSVGQSHSMQFVRLTHWLKVRFRCGD                          
>Tadh_XP_002114614                                                              
MKRTLALKELNPCLTCSLCDGYLVNATTVVECLHTFCKSCIVKHLEDSNNCPKCDNVVHQSHPLQYISYDRTMQDLVYKL
VPGLQERELETEREFYESRGLRWPKKRLSDSENENSPAKKNKSANSYSNDACDYHRADEQIAIILECKKSNGYNLDQLHR
KFLLCSVQATVMHLKKFVAKKLQISKPYELEILCNDEILGKDHTLKFICLTRWRNKETPLVLHYQPRENYDD        
>Tadh_XP_002111243                                                              
MQSEAQVKVQQINPHVICYLCQGYLIDATTITECLHSFCRSCIVKHFDKSLLCPLCNLRVHETRPHLNIRSDTTLQEIVY
GLVPGLLKELLSNNLNKRRQSEDSQRTCITLENISSSQFSNGRSKIDVFHNGRLIDNEFMLEDVAVIYANNTGNPLHLQF
KITPISQSH                                                                       
>Mlei_ML039726a                                                                 
MTQSQVTVLEEVCPRCRTSNYQNKSLKLLVNECGHDLCEKCVEHLFIRGSAPCPSCKLVLKKNGFKTKRFEDFSVEREVD
IRKRILKDYNKTEEDFETLREYNDYLEEIEEIIFNFTSNIDVEETKAKVEAYKKENYKTIQKNRVAQSRQEAYLKEKTLA
EEKEAEERRAHEQECELMEEMERQERKKKLLDQIASSDRPADEILLLHKEEEETVNATKRSLHSKTAYNSGFSIAMISSV
KPSDTQVYIYKYEGCEGDTCGPKTSIEKIKRYAESVTVSKAALAGGFLQDYVVHRPVDEAYSGLFIFND           
>Mlei_ML07138a                                                                  
MKPKLKDLNENITCSICFGYLIDATTVIECLCTFCKTCIVKHLDEHNTCPKCNEVIHQSHPKEHIRFDRTLQSIVYKVVP
GLQKKVEQLRAEYEASNPEVPSSPTSDAEECNGDTNGNPPRRARSPLPPLHNTSDYIVPVQVDPHKATINGNSSDSEMDD
KNGVLKELSKPILGCPARCPIRVIKKFVQTKLNVQDELDLDILCNDEILGKDHTLEFIKMTRWRTKDLPLVLTYRVRPDI
>Mlei_ML07633a                                                                  
MTEDDLESQKDEILALQSIYDNREFRTNNETQGIFTANIQLPLDTVQLILPDQSAVPNCLKHLSIFTENKFTYNVKYLPP
IVLKFEYQLGYPSSTYPKFSLSCLWLPDDMLQRVRQQLIDDWEGSRDVILFSWTSFLVNDIWDFLLLPNKLICPEFISSD
MISDLCVFDYEKRLSVFKQSPHKCNVCFEEYKGSLCMQFLPCDHVFCKVCMKSYFEVMIASGDVNQLLCPNDKCDSVALP
TQVKELVETDLYERYEKFLLQRTLDQMSDVVRCPRKFCQNSVLKDVDSNMAQCNSCNFIFCVLCDKTWHGEHTPCEIRSS
KYLEMYEKWKNSSEPEREALYKMYGRANVLRIVADIDSAEWLKINCKLCPHCSTPLQLGTGCNKIRCSVCGKFMCWLCGQ
KINHNDPYSHFRPGGPCENRLFENTVTGFDEDLIFNDNADNGFQFVDNGDDDWIEIVFQE                    
>Mlei_ML07805a                                                                  



MKMTANQPEHYSYLQKLCRICGERRNKGRPYHSQAFETQIKDVFGVDISDDRADVHPKYLCFNCQSQLSEPGIKAKEMVP
VEWKGHDDDDDCWVCDIKAAVRSDSFAVPEKPAPKRRKSDNKISVPKKEVPILLKDINEHIVCSICSGYIVDATTVTECL
HSFCKSCLVKHLQTRQTCPQCKILIHETAPMQYIGCDTKLQDMINKLVPGLLESENKRINDFYANRGLSVPQNGNSSRPI
TPNSPDAETGKFPPDDGRTWFHTNDLKISLCIEPIKKEPVIPQMPMKYVRCSMKLKVEHLAKFIKQKTLIPGELELICNK
KTLTDDATLENIWLDTWKRKEAPMTVFYNKKK                                                
>Mlei_ML082311a                                                                 
MTTATSVVKCQHNFCSICIRRHVESKKQCPICKEECFENSLSTNRLVNQITVHYKMSRNNILTLDKQLNAASNTETPTSS
AILPNTSRIAAEKSPQISKSSLSKPSKPLPGLSTARPLGNSLKSPQNQTSLAGMFRIKKRGVISEVKTVGESSRYENTTP
GSSAGSELQSCPVCGCQVPSSKINNHLDMCLKRKNREDMESRRPVKKKLPNLVWNVMSDKQLRAECKKHNLTGTGKKPEL
IRRLKEFTLRYNSQIDQIPQKSAQELAREVERAERVQQKTPPAIVGNIKTEADRVAYSNKYEEQFVSLINAARKNTGDKN
SRATTRVEEQSSSNEIQIIREIQSTPKKKCAGSLREFFKSPVKTSSPLNVASPTLTVRKGSPEIRDFSSSVSETRSADLP
SSLDTLSGRSNRDTIVLSPTQTSSPVTRGTSSKNLKTAAKSLFNSQSQPEDVPLPNNGSSDLFGVGDDEDFDDFENDENF
DKMIRSFTQVPNDEDSECNRSKNCSTVTMSPGEGGSGLDLKFSPCTPSRPPHHKFSRRTKEKLESSNKNIILDRVLKNED
NVYIEQEVSRLYTFQDENTNSVNTTSGSKLDRLLEQSYKRNRTPKKEEEPPLNDSMADLLDDLSRSPARQIPANSVISAR
TKIGDKMESPPHQIPDIDEDDLPAFESQSQEDILELNSGDELPEISPVITTGVRLRKRTSGSLSPFRETPPKRGRIL   
>Mlei_ML127027a                                                                 
MQPQSSIHKDGKLDEDTLEDDEEMEIEEENSIEVKKDLSLLAVKSVKSLDCPLCTERFQHPRLLPCLHTFCSSCIQKRIT
EDNAVSCPICLRCVKLTLPTVELLPVNAILDKQVKLVEMGEENNQEKAKNCSTCEEISLFWCMECETNFCEKCKKVHLNI
KAVSDHKLIAHDELKENIGISYSKSEYCVHHKEHVMNLYCEPCDAIICRDCTLINHKNHNYGFVKDFTAAKRRKLLEEVE
RARTKVVPLKQLIDAVEEDIKESEHDEKVKAEIKEATEAAIAQIRAQEKSLLEEITTKAKSRSEQLRGKYKELRYAVDSS
QSCLDFISSLFYQGTMKDLVALAPLVSNRVAEITAYRPEIELNRRIPKFKLPNTKTVPCLGRVYGSFDYQNIGEHPHLIG
GEGKKERNFKFPTGVAFHPLGYIVVVDRDNTLQIFEKTGAFLEELTQKNTEHISKLKNPNGVAVDKSGYFYVADSSKCRI
AVYNPRGLFSHEIGAKGSSLQSPVPGTTPEYPIPSDIASPDPSRKVIKEDYHDYRSRDRDYRGRDSRDYYRDYRDHRDHR
DYRDRDYHRDRKRRGYDSHSRRESRDSSEPRPTYEDCKRERGDFSYDSKRARKIPVNVELNGPRGVDISKDGLVVIADTT
NHCIKVFTREGKYVRTIGEEGASSGQLRTPSGVSLDSLDNVYVTDTELHRITAYTITGKYITHFGKKVRQIYHPLRGKR 
>Mlei_ML27441a                                                                  
MSKSKLKQSRSRAKALLIDSEVSSEKLQDDITCKGCFKQFTNNRVPKILNCLHNLCSECINMSIELNNDKNKVLCPTCKN
HSVGKDSETFRTHSYVQMLSDIAQCYQDQLSGSLKCIGCSNVAGLRCLTCNENYCQEHTDFHVRSRATSHHKVLSFKQIL
NAPLLVSTIKREEHCPSHKKKISEFFCFTCKEPICTVCALSNHKNCVYEELSIAVSALKEKFDNLKPTFNRKAYNLKKKT
AQLDTGIKQIEGDFGHSMANVGDITDRIMRQLRQRESALNLQIEDHRKDGQGELRIHQSLVEDKIANLESGVDFVDTVFE
YWSPLEVLTVENDIVRRLTELSAEPEEFGCDDLKPKAFDLPPDLETNVVGAINCLENNWVAKKE                
>Mlei_ML31035a                                                                  
MEDSDQESSYRKDLECTICLELLHEPSTLTCGHSFCRDCLANLWAADRSRFSCPACRQPIQNVPAVNIALQNLIPVLYDN
EEELDRTRSENREAFDHFFSNLHNSSSTGQGSNTSGGTITHTNLEYEFLKRGMCLIFILWVGSKIISPLMPVVDTSLNSD
TVDKPGAEEDNSSDVISTFSSLNSRSTVVFLLVGALQCPRFLGAYIVLFWYSGLFYPSLKIISVMFNQTLGFGLQFKVLL
WGAVVPHIWLVPLFAHQEQYLLAVVSVIISGVECWELFFFVRQIFQIFHLQRDREQILLMSMKRESGLSLMRLLFARAIS
YLPWGWLPDVLYYVALLLVTGEMMNKYNTRIRGLLVLTRALGTSSHIPGVHISNISLSLSGDVRT               
>Ocar_g2251_t1                                                                  
MTAGGFDAKFIDLPDHLACPICHVGMKDPKLTICGHRACHGCLEPRQRGGASFSCPVCQKKLTENQMFPDNAVKPDVLNL
IVKCDRVESGCEWKGELRELEKHDEECQYEILQCPLQCGEHVMRREMGKHTGTECLRRKVVCKHCELXXXXXXXXXXXXX
XXXXQCNQTLLRSQIEDHVSSSSSGTCPNTVVDCPLKEGGCKVRCKRVDMKSHMEKDVVSHVSTLTMSHSEMKKEITELK
EEIGSVLFVYSCLVTKWSKKLKQAMKDKAVLYESNAFYISEPGHHMKLQIWPNDKASVGYIGVYLICVEGDYDSVIKWPF
RRKFRLIVVNQQETENDAECVMTKKVLGESHSSIFNKPDGGGVGFSEMFKLDDIGKYVKDDQLFMKVVIYRW        
>Ocar_g2763_t1                                                                  
MTSEFEEGGYDAEFVEPLDKDLECPVCMSALKEPVLTSCGHNFCCICAEKLTKYGKFQCPLDNQECQERDVRKFGVFRDR
KVERKVLSLLVYCSRKDQGCSWKGELRDIEGHIGERGNCSYAELSCPFSEVGCTAKLKRTGIEMHLNNEQVAHLELMMKR
ILSQDKVVAEQKRTVYSLEQKVESQSRKIEELQGALRRSSRKLSFTWRIENWQETLQEAKTGKKRDIYSEPYYTSFPGYK
FCLNVYPNGWGSEEGANVGLALRLMRGEYDNSLVWPFPFNYSLHLVDQSGGAGHLKEIEPNTVTSPEAFLKPNSRMNVGH
GWSGFITHSDLQSKGFVKNNCLVVQANVQQQ                                                 
>Ocar_g2901_t1                                                                  
MTCDIREVRNILLRIQKNFECAICLDLLEEPLSTKCSHQFCKRCILRVVKDGKAECPLCKERLSKRSLNDNKSLAAIVAS
VKHLVDAVRTDTGAICTPPLNIPSDLTGTPGIQAFSLLYPTPTKYSGPHTEKSVQDSIVESESESESDSSGEENVDMEGS
CAGQTQSTDPAMADSDTQTEAGTHTQSDVDYCPSPQRHQQKRDSQSQLSSYPGPGPSRSARSSALKARKKAAMQTGQQVR
RQSGRLYERKLLKERNKKINKMLESGTASMRIDSVLTEFNNLPVQVGSLFNGASLPPPSEAQLNVIFDTAHYGVTRADEN
VMPLVSETQVYVICNTGVNREDEGTGDGILPVSETQVNVICDTREDEGTGDGVFPVSGAQVSFVCDGVNKEDDDVIPPTC
PVDSPQVSVIDPLSHLTALHHSVRKEGVNDWDVDSRLSEEFEQVGSGKPDEEDIIPPTPPGLQSALSAFDALIVSPRSIR
QQTNSPKPVSLSKARRKESVIVSGQSPASLDLVHSEKDSVAEQPMSACEDSSSSEALILMTSNADGSKHLPCVKTPNLAS
VMTLSNSEQPSPSLLANQISVHAKPSSKMNPPKAQTTPSFEFSQKSDIHSTQTQMSELMSPSILAGPPSPKKRESAQPEQ
LTLDPASGCQRTADLHEMSDSPTLYESGAETDDQSTQCSDESLTDAESTPRKKRKSEDSSLPPLGSPLPRSSFDSPPYES
PASSPGPDAAADMDLNAFGADVVIPEMAINVNKRTNMSFLTSGLSTQQMVGLNLSHRKLSLMDASGPS            
>Ocar_g10356_t1                                                                 
MMEAKTSERKRLGLHYSERIWLQLLHVLVTEHFENPTKNSPVRMGEIIRMALLPKEYVRKAMGFFSAALQYMAITLRMSV



HEAFFDARKLAVQMLAAIEAANFLEWETSRLGDLVSSPVQKAETKQKALVDFQMLVDCLKREAPCSAVLQRKGAEIPCLQ
LEVEHGDYHCNDLVPAHVKDIDPEASLWGKAVKKIKKKFNKLANRNFPSKWGGEYLFEDCFKPEELQEVFTDAFSKLLKA
SRAEGAAARVELVRRAFPMREGLSAPQVEDHSLMRCIVCLGTSLDRSSEIDLKQLFPCGHKFCEVCLDPFRQALNTVSPL
SGDRVLASICPLCQTIIKGTT                                                           
>Aque_XP_003391309                                                              
MTCEVCSEYYTDPLMLPCLHSFCKKCLIKAKEKQGSADTSLKCPTCDTSVNLPDNEIEGLTQNLWFEHKSKEASIKKKIV
SKEAASCDKCRVDDSSDAAVVYCCDCSQFLCDHCKKGHKRKPKKANHKLINLETKESIELPTVKHEAVYCARHLDQKLTY
FCNDCNTLVCQICLNVKHKSHNYNDYLDEGEAARKALKESVASCDRVIPPVTEAIANGEKMLEQIATRKEEVRQEIKEMF
EELKAALDKRCNDLLRPRQ                                                             
>Aque_XP_003390890                                                              
MAENTSPAIITMTCEVCSEYYTDPLMFPCLHSFCKKCLIKDKEKQGSADTSLKCLTCDTSVNLPDGKIEGLTQNLWFEHK
SKEASIKKKIVSKETILCDKCDDSSDAAVVYCCDCGLFLCDYCKKGHKRNKKEANHNARRNSVEKQLDGFRKLVKQVSHG
RHLASSVSERTDPGEVLSVKKLITNQLEECIEEYNKLPLEIEDKGAILTRLDTPSLSKEINEFGSVSGIDAYSIDSGLAI
PLATVKKERKFKVALPAGIGKAASYLKGSFIKSNGRKDEGRVVIVNDNNTAIVSCTPQSIGRYELSVTIRGHHIKGSPYQ
LSVKASRDYTTLTNQRSFNVGSGTYGVAVHTNGEVFASSTDGFVQVFSEDGTAVRRIGSKGNGNGQFEWPRSLLLVRDRL
YVSDDNLHRVQYFSATTGQYIGQFGGFGLGNGQFCGLRGMSTDGKGNILVADHSNKRVQVFKEDGTFVQVIQCDGNASDV
AVDNEGKIHVTIWSQYHVQVFSPDGKTHLDTYNNPAGCFNHPNGIAIDNEGYTFVSSNNGYLNVLSPDRKQVKLISRLSF
PWGGALDKDGYIYVAESDYTKLTNQRSFNVGNGTTGVAVHTNGEVFASSYDGFVQVFSEDGTAVRRIGSKGNGNGQFNFP
WGLLLYFSATTGQYIGQLGSNGNGNGQFSSPHGMSTDGKGNILVADYSNKRVQVFKEDGTFVQVIQCDGQATDVAVDNEG
KIHVTIRNQHHVQVFSPDGIAIDDEGYIFVSVYNSGTSYLHILSPDRKQVKLISGLSSPWGVALDKDGYIYVADYGNKRI
TKY                                                                             
>Aque_XP_003390415                                                              
MDDLEDISAAAAVLFRPPVYQQRYGAVLELSRKLEPKKVIDMGCAECKLLRSLKFHRHIESLIGIDINESLLQSNQNSLQ
PLITDYLHRRSRPLKIQLFKGSIDEADSRMMDCDLFSCIEVIEHLYPSVLERVPAAIFQKLRPQVVIISTPNSDFNVLFP
ELVGFRHFDHKFEWSRQEFQAWCFSICCLYHYEVEFSGVGDPPANMTYLGHCSQIAIFRRIEKEEEEEREEEHLLRLKMT
PSRPQVLRELSYDYMNREIIWFGFSEFLFSVLPLLNLQSLKNSYNKILHSLVGDRETAVAPNVCVYCNGVPVLPQVSTCR
HLFCYYCIAANVLADSNFPCPVCNERVNDFTHYNV                                             
>Aque_XP_003390404                                                              
MTCEVCSEYYTDPLMLPCLHSFCKKCLIKAKEKQGSADISLKCPTCDTSVNLPDGKIEGLTQNLWLAQQVKEASVKDKMS
KKESTLCEQCSEDTAVTFCCECWLFLCDFCKTAHKRIKSTSQHKLVNIGKESVHQLSTELPNMKQQAVFCIQHSEKLTYY
CKDCNKLICQICLNDKHKSHNYNDYLDEGKTARKALKESVASCDGVISPVTEAIANGEKMLEQIATCKEEVRQEIKETFE
ELKAALDKRCNDLLMETEEIASANRNSVKKQLDRFHKLVKQVSHGRHLASSVSERTDPCEVLSVEKLITNQLEECIEEYK
KLPLEINENEAIVTRFDTTVMSNEIHKYGSVFEVDPDLYSIDSGLAIPLATVKKERKFKVALPAGIGKAASYLKTSFIKS
DGSKEEGRVVIVNDTNTAIVSCTPQSIGGYELSVTIRGQHIKGSPYQLSVKASRDYTTLTNERSFDLGNRTDSVAVHTNG
EVFANSKDGFVQVFSEDGTAVRRIGSKGSGNGQFDYPWGLLLVGDRLYVSDNNFNRVQYFSATTGQYISQFGSEGNGNGQ
FYTPRGISTDGKSNILVAEYNNKRVQVFKEDGTFVQVIQCDGKATDVAVDNEGKIHVTISNQNHVQVFSPDGKSQLDAYN
HNFNSPQGIAIDDEGCIFVSSNNGYLHVLSPDRKHVIKSIPFAKKMEMAENTSPAITMTCEVCSEYYTDPLMLPCLHSFC
KKCLIKAKDKQGSADTSLKCPTSDTSVNLPDGKIEGLTQNLWLAQQVKEASIKDKMSKKESTLCEQCSDDIAVTFCYECW
LFLCNFCKTAHKRIKLKHKSTQTECIYEGETARKALKESVASCDGVIPPVTEAIANGEKMLEQIATHKEEARQEIKETFE
ELKAVLDKRCNDLLMETEKIASAKRNSVEKQLDGFRKLVKQVSHGRHLASSVSERTDPGEVLSVKKLITNQLEECIEKYK
KLPLEIKENEAIVTCLDISPLSKEISKFGSFFEFEQLEPSLYSIDNGLAIPLATLRKERKFKVSLPAGIDKAASYLKDSF
IKSDGSKEEERVDIVNDNNTAIVSCTPQSIGGYELSVTIRGQHIKGSPYQLSVKASRDYTTLTNQRSFTVENYTTGVAVH
TNGEVFASSTDGFVQVFSADSTAVRRIGSKGNGNGQLRCPWGLLLLGDRLYVFDVNLHRVQYFSATTGQYIGQFGSEGNG
NGQFSYPRGMSTDGKGNILVADDGNKRVQVFKEDGTFLQFGSKGSGNGQFSNPEGMSTDGKGNILVADYNNKRVQVFKED
GTFVQVIQCDGKASDVAVGNEGKIHVTICDQHHVQVFSPDAVAIDDEGYIFVSVYYRYVGDSYLHVLNPDGKQVKLVSGL
SYPINFIQNFENKKLISYRSMELSAETLKPLDVIMVIIYVMISLMKETWHAHMMLRHASFSEQKKKQMVKRVKKKLGPKP
NL                                                                              
>Aque_XP_003390109                                                              
MAENTSPAITMTCEVCSEYYTDPFMLPCLHSFCKKCLIKAKEQEGGTGTSLKCPTCDTSINLPDGKIEGLTQNLWLEHKS
KEASIKKKILSKKAILCDRCDDSSDAATVYCCDCSQFLCDYCKKGHERNKKEANHELINLETKESIELPTVKHEEGYCTR
HFDQKLIYYCNDCEKLVCPNCLPIKHKDHNVEDYIDVGETARKALKESVACCDRIISQVTEAIANREKMLEQIATSKEEV
RQEIKETFEELKAVLDKRCNDLLMETEEIASAKRNSVKGLLDRFRKLVKQVSHGRHLASSVSERTDPGEVLSVKKLITNQ
LEECIEEYKKLPLETQENEAILTCLDTSTLRKEINEFGSVSYVHIATYSIDSGLAIPLATVEKERKFKVSLPAGIDKAAS
YLKASFIKSDGSKEEGKVVIVPDNNIAIVSCTPQSIGGYELSVTIRGHHIKGSPYQLSVKASRDYTTLTNQRSFNVGSGT
TGVAVHTNGVVFAGSRDGFVQVFSEDGTAVRRIGFKGNSDGQFQQPWGLLVVGDRLYVSDDILHRVQYFSATTGQYIGQF
GSRGNGNGQFSSPRGVSINGKGNILVADSNNKRVQVFEEDGTFVQVIQCYGKATNVAVDNEGKIHVTIQSQNYIQIFSPD
CKTSFNLACKFICPNGIAIDDEGYIFVSVYNGGTFSLHLLSPNRKQVKLISGLSDPWGIALSNDGYIYVAENKNNCIMKY
>Aque_XP_003388606                                                              
MTCEICSEYYTDPLMLPCLHSFCKKCLIKAKEKQGSADTSLKCPTCDTSVNLPDGKIEGLTQNLWFEHKSREASIKKKID
SKEAISCDKCSVDDSSDAAVVYCCDCGLFLCEHCKKSHKRSKKKADHKLIGLETKESVELPAIKHEAVYCARHLDQKLTY
YCKDCNKLVCQICLNVKHKSHNYNDYLDEGDTARKALKESVASCDGEEIESVAAELKKCFKDGCIKLFPCRSPFEKPANT
APHFIDVTLTFNEELEGLWVNIINTTNFPDLASKISKRDEFDCIGSPDVNIIVKEHIPTLYGSVKSYNIKSLSSDFKPVI



NISVTHNICNGETEVGYVVKQVIQDMFCNYFVTIDSVSSPTTAVCSRDCSKKE                           
>Aque_XP_003387974                                                              
MTCEVCSEYYTDPLMLPCLHSFCKKCLIKAKEKQGSADTSLKCPTCDTNVNLPDGNIEGLTQNLWLEHKSKEASIKNKIL
SKEAVLCDECSVDDSSDAAVVYCCDCGQFLCEHCKKSHKRSKKKANHKLINLETKESIELPAIKHEAVYCIQHSEKLTYY
CKDCDKLVCQICLNIHHKNHNYNYYIDEGETARKALKESVTSCDGVIPLVTEAIANGEKMLEQIATHKEEVRQEIKETFE
ELKAVLDKRCNNLLMETEGIASAKRNSVEKQLDEFHKLVKQVSHGCHLASSVSERTDPGEVLSVKKLITNQLEECIEEYK
KLPLEIEYKKVVFTRLDSTAISNEIHKFGSVFEADPATYSIDSGLAIPLAMVKKERKFKVALPAGIDKAASYLKASFIKS
DGSKEESRVVIVNDNNTAIVSCTPQSIGGYELSVTTRGHHIKGSPYQLSVKASRDYTTLTNQRYFDVGNGTDGIAVHTNG
EIFAGNCIDGFVQVFSEDGTAVRRIGSKGDGNGQFKYPWGLLLVGDRLYVSDYKLHRVQYFSATTSQYIGQFGSFGNGNG
QLSSPFGMSTDGKGNILVADNSNKRVQVFKEDGTFVQVIQCDGNATDVAVDNEGKIHVTISNPNHVQVFSPDGIAIDDEG
YIFVSCNNGCLHVLSPDRKQVKLISGLSDPVGMALDKDGNIYVAVFGNSHITKY                          
>Aque_XP_003386452                                                              
MVKDINQHITCSLCAGYLIDATTIIECLHTFCKTCIVKYLQNCNSCPVCNTVVHETQPLLNIRPDRTMQDIVYKLVPSLY
NAEQKRREEFYRERGEEDPNVQPPPPDHIGAATEFSLSHYSRDDDLISLQIESHRYSNNKLMLHVYCHSFPYSSNSQYEL
NLQDLSRKYYRCSSRVTVFHLKKFILGKIVVPPLYDIDLLCCEKTLHKDNTLKFIWISYWLKRDPPLVLKYKLKQRIG  
>Aque_XP_003385328                                                              
MEERPGGYEVSNIVLYNKGGTKQLSEDDIKALHCSECSLLLREPYQLLNCGHRICRSCLLETVLKKNNPVCPEDKEPVTK
NDVRPDKGCAKEINSLTAACGGSENGCTWRGTVAEAEIHVESCVYIVVPCPQGCGQRLSRNELSNHIQNDCQNKPDASQL
IATLMQKLNQLETKFQVTVGSLQKEITNLKLQVKEVPQLKAKINDLTEELTKFNKVTQESLIAADSGRRFTGLDDDGRGG
DPGYGSGNFVRGQMPSMASSSSSGGFSSAYTGSSSMPSSYSSGDEELRATVHKLQKDVDLIKPVLQDYQSQIAGYLEVVQ
TVQESVTRHAVLMEEVKLRQDILDVKTTNGVFIWKIPEIARRYADAQQRRTLSLYSPPFHTSPHGYRMCIRAYLNGDGSG
KGTHISVFFVLMKSEHDNLLSWPFKSPVTFQLLNLSNSGNNVTETFMPDLQSPSFQQPKSEMNIASGFPRFAKQSYLKDP
NFTKGDAIFIRCKIDLSSIDSKLE                                                        
>Aque_XP_003385041                                                              
MAENTSPGITMTCEICSEYYTDPLMLPCLHSFCKKCLIKAKEKQGSADTSLKCPTCDISVNLPDGKIEGLTQNLWFEHKS
KEASIKKKIVSKEAVLCDKCDDSSDAAVVYCCDCGQFLCDHCKKGHKRNKKEANHELVDLGREESFELPAIKHDEKCCPR
HPKAELLFYCYDCEVMTCLNCLPTKHKDHAYEDCIDVGVTARKALKESVASCDGVIPPVTEAIANGEKMLEQIATHKEEV
RQEIKETFEELKAALDKRCNDLLMETEEIASAKRNSVEKQLDGLCKLVKQVSHGRHLASSVSERTDPGEILSDGDENAQL
ALEKIVGIQHEIDSLNEQASEEILHVEQKYNQLRKPHYQKRAKLAQEIPEFWFTTLTNHPAISQLLNEEDEQALIYLENL
TVDEFEDVKSGYKISMHFRPNPYFENAVLLKELTLDVSGDSTITGTDIKWKPNRDLTKQSDVEFKGRKRPLEEVPSFFCW
FNDTNGNESDEIAETIKDEIWPNPLQFFLHGEVSVDEGEEEEDDEDEEAEGDIEGEEDDEDPDPDELVDLEEDEDDDDEG
PDDL                                                                            
>Aque_XP_003385027                                                              
MVDDGFMLFADDRAAELKVHCPLCKKVYIDPFISTCGHTFCLKCIKDNAGECPLDAIKFSPVVKNIAVYEQVGELLVHCC
YGVILKDGHAHPVVDTNGCQAVIKISEKHEHEENCEFKPISCPNDEECPKMFRKELEQHLQMCQNVKCPHHKYGCPFKGK
KEQVTEHVQNCKFEGVKDYLQSLDEIITELKKDIITKDSLITNLQGTVTELEERLSDTEKNAALTSKRLDDLEERSTSIM
KAVSSTTDNFEFVMSKLTLVEHQLGTNPIEPQLLFKCQGTFVGHKGPVWSLCISNDVLFSASSDNTIKSWNLRSIYEGPR
TMTGHDGIILAVCSKDNYLYSGSSDKTIKVWDTKTLSLVSSFVAHDDPICSLTTHENKLYSGSLRSIKVWDLSDDNKLLK
VLPTQNHWVRALAVSGKYLYSGSYRAVKIWDLLSMEVAHVLQCNGGSVYSLALTSRYIVCGTYENMIHLWDINTLAEITS
LSGHVGTVYALAELSNPGGQSRLFSASYDKTIRVWNMDLMTCAQTMSRHEGSVTCLTVNRGSIISGSVDNNIKV      
>Aque_XP_003383304                                                              
MGTIESKFCQLIVSDSLGEAIKLWQSNEELQKINVNTGLKGSRNKDPPLHCLLRHGNYRSADMKGLLQILLDKGANPISL
NSMSETALHILCCSQRQGARENKARCDVLEILLQRLPNPDTRTSTATAKQGGTRKLTKWLGMQDSSQNTALHLAAASGLL
DCVELLLAYGAPLFVTNIAKKTAMESAVDAKQMIIAQFLESQMVINDEKGSSGDFKEALPVKQKLQSFYNPDQLKAMQED
LVKKVSEELKIVPDAARALLSSYSWSQDLVTDAWKKNKSEACAKAGLDMAHVHNASQVAESISQKCCEICYEAISLNERT
EVPCGHHFCRDCWASYLEVSVKEGGGKDISCPGHDCSTPVPMAIIAKLVSDELYRKYSDLNVQHFVDSSKDFKWCPHPNC
NQAVMKGEVRKAAPELGKQHGINVECGNGHGFCWNCNKHAHEPCECEVWAKWLSEISRMAADANLDMSKIAEQAEADAQW
IINNTKPCPSCSCPIQKTEGCNHMTCRKCYHDFCWVCLDPWGDHSYRTGGYFSCNRYIAQRRASGRVNEARSNMAKQYRK
TATEDAKRQLEKFTHYHDRYMNHLHAIQIECQILAMSQAKTRSLMSMRKVVEKKVASKRQSHDDIKASLRPGFKIAPPSA
KDINPDDAENFLEGVVRVLLHSRRILSASYGIGFLIPDEKKEVREAHETLQGKLEEVVESLAQMVNRSYLNTPRAEMASR
ARDVDFICQEFIEVMREVVLSGLREEPPPPRPPRPPTPEEVEIEIDPLILFAHLAMRNDPQFREIFNRLMAENDDDDDA 
>Mbre_XP_001749668                                                              
MSGYAPKPFDDGFLQVSDIHRVHYEQSGKPDGEPVIFLHGGPGGGTSASDRVFFDPTFYRIILLDQRGAGKSTPHAELRE
NTTWDLVEDIERLRRHLQIDTWVVFGGSWGSTLSLSYAETHPERVRALILRGLFTLRREELLFFYQKGSSFIMPDYFEEY
ESMIPEAERDDMMAAYYKRLTGDNEEERLACAKAWSKWECATSRLYVDPEKVARAADGHWALAFARIECHYFVNGGFFKY
DGQLIAEADKIRHIPTTLVQGRYDLVCPMKTAWDFHKKVPEAEIIIVDDNGHSAAEEGIQRELIAACDRYRDAKLSSSLE
KQLQVTPPQHAATRRGERQRLDPASLPSAGMANQGIRHPGNRFHGHVDPNAESRATNPISLPYHLERQDPNAESRKATSH
GLPYHLDRKNPNAESQASKSIDLPYHLERQDPNAESQRGSRVAVGVPHLQRQDHNQESRPSTSNGMSFMTVAFENKAANS
AVPHQYKYLSGFFDLYDEYDDSESDRDSYLDELFPYSASGLLSIDSFQPRLSEAALASHKARWVSDELESIKRCIFEAQP
VLDQFVRSHQPLRLGVTKFELEWRSSPVEPIHPEFRWGEWQPSRRLGILDVFHSWHGLAELLSYQGDAVSPITLRGWCPS
PFDFQDLPLLPGIKIPVVRMKPIPTKPGYFLCEAEIFVYLPDMNVGSVASRAAWAKLPQTLPDIRIATHHDQVESAAVDG
DQVEIWAEEVKQHLPHLKVHIFHGTKRIKNANKLKEFDIVITTPHLVGQEKPDKLILRSIRWHRIVLDESHLISSASRQG



RKIQALAARNRWCLTGTPVQRRVLPDLAPQFSFLRVPFDPNYGARMSAGLLFGFGPRFRSHCDNLIQPVLLRVMVRHTLN
QALEGQPILELPPISAHTVMVDFSPAERAAYDQLAADLEARYAVYREKGSVCVTRLAVQLSHLTLPLRRACAGALVAARS
PLSSFESYLKRLDSFTDVLQQRSRDLDKLKFSQRELQEDNCPICLDVKEQPVETPCHHQFCFVCITSLVGSGIEPTSPCP
LCRRPIKLNGLKRLATAADQSDEAASGDAPGAKRAKTAVAKVLFDSKIQALLMTLDAIWAREPLAKVLVFSQFSNTLTMV
GERLKRRHLKFATLVGSMERTQRTNALAGFAKDPSTNVFLLSTRAGAVGINLTEANHVVLMDPCVNPATEQQAIGRVHRL
GQTRPVHVHRLLMRHSIDTRIARLRCGTRTSAQSEYDQLLWPPTTAYTDDDETAAGERLEQDVAASSRGGLEEMKDEDLT
PKPDDPESEEATPENQETRQLLQAVPPSESGSSSSED                                           
>Mbre_XP_001746838                                                              
MAHKRSMSIVAQVPETQQLLFSSPVPAALRCPLCERVFQDPVIAIDCGHSFCQECLSDAADQGLCCPRDADSKLDATRVI
PNKAIADQIRELHVYCPNCECVPASREEMAKSDTHNRLIYDAAGQPVGMVANSGCTYCTSVAEVPQHLTNCAFMPVPCPN
AAECGLIPAHRLNAHISICPHTPCRYAGFGCTFRSTPEEVAQHSNQACEYGDEPLARQGRLLQSLVETADQLTVLVESLH
AKAMDLEARQEDLAQGKPHPLTLSRRPSVGAGARARALPPNRAGWGAEQYERTGVGPTNHDGPAVGDGRPTMPLWMQEAQ
AKFGRADADDLLDSWHDDRYHRISAVHRPSVEVSMHKQHLKPHNHGLGRVALPNGQELELPFNYQCDGTLRAHLGPVWCI
ECYEDLMFSAGSDETDIHVWDLAPREPKRLRLLQGHQAMVHSLHVRDNRLFSGDEARLVRVWDLETFECLLSFEACRHIV
STLVSAQNLLIAGSYASMAVWNIDSKRRHTVVTQGLTHWIRAMCVTEDERYLFTATHDLIKAWEVPDFTEACKIKTNYGS
IHSMTLTPRHIIIGTYNRHIHIYSIRDQQHVLELKGHLGTVHSLAVSISGRFLFSASLDQTTKVWDLEKQGLIIQSLNRH
DASVNVLKWSGNRLLTGSADCTIKLYHAYQGPAEVVDRKQDVNEIGNFQACWGGGKLPGIPVVMTGGKSEPPVDSHPLMH
SLNSSDSRTPVPSIASNEAPATISNMTTPTSTANFALDLGRGDMPGLEDGQGSRRALGATGSLEHRMLGSSTPPTRLSAL
ARGEPRAMSPSFRPVDLRSTRSEQPSHLSLDSSSLAAEDDTELEGSSPGSHRRWPVIRPDGTRDSPPVGMAGPATVGSEE
NIVDTIGTPSSTTARIRHVVLLDPTSPEEATLEKSAGTKGSPMTPGLLDVQAVRQHRSNSQETVHTVRSDSSYTTAAAGS
TAQPKWVLKSKTASAHRKGSPTHRPPPLNLAGISHTRGPSSATLPGGPETPRAAGPFAIGPQPTQAGNLVIPAGAGHTLD
SGHTGSGFALPVRPSPSNGAAVSPHPILPAGANAVQANGNTPYAFGPIHNGYVNGGGGSSSEGTDTRSDTRPVSMVSTRS
DQSVRQIYVAPVGPPRARGSGSIGGGGVYGDEPPSPAAMSHTDSVRSLVIYDEPTMAMDSSIFNYNFGSPMSLRDQLKSL
PRDHNEALTPSPTEDAPGSPLFVMGGAPEEPLSPSGVHFDVADVDESHSMV                             
>Mbre_XP_001746132                                                              
MAATGLGFAETRQELRLLRSLLCCSLCNSGRIEKPFYLVTCGHYFCKECIVSKLQEQSSCPECHLPAVPKDLRSEDKVDA
AARCCLALEQTLDKLTSQPRGLLERTNLPLGLGFTRSKRSLSQQCPASIEPMLDQPSLECSSIDDLSLPTIDLQPRKGRS
RPASALRSQSKPQPQILPAAASNSVSSNSVSKDVTSFQQASPAAKNVNDSQTSPLPDANGNTSIQAETEPKRAKRAKPAK
RTKRTRSATINDPTSAADGKIKSGVKWRRSNSLKTATPDAAADSPVSDDVQSSADDKSEIIDIKPIIPDASDIHTPNASR
QGAKPRSARKSPKTHVNSVGESLLQCACKRPTPKMEVITKLLEEGAHVNHRDYNGWSPLHEAVALGHLAVVQLLLTHNAD
PNLQSHSRTTPLHDAVINDDVALVQALIQAGGNPYLTTDRGQSALDLARSEGVKSVLQSAPPPPAPGTATKAAVGKDGMS
PIRFIAISGLDADSKALVEELCQQFELELCPEVNESVDVVIMEADEKGLVKRTLKYLAALLCGCWIVNATYLRECLEAQR
LLPCEAFEVKGCSSTSHVDVPQLARISRMSNVKPLFDSVSFFIEGSTRRTSGTAAGTPPNADLRRLIELGGGKVVTRRSE
STVVLRSSMPRHPRRSQSSGNCFTPADLLDCIANQEFLPSLS                                      
>Mbre_XP_001746034                                                              
MAGSSLVTAELKQHLQEFEKALQCAICLGLLEDPLRTGCHHEFCRGCLHSMLASSRSTPCPLCKTPVTKRYALIISCLLL
SFCVLKSLNECPSLSQVIQQSKHVIVALNHDLKQQGLDDEMADVFPASQLPGMQSQDSPLAANQNTPIALHTTSSAQVTR
PSIPVADRNNTKTAKRLHVFADTVEPVPEQAPPAKNQKTASRASRQASTARTGKSRSRGNAAADPAGTMATKALATTSAR
QTKARQQRRKKRDTAQLSEEEQIALAIELSRKSARAERIHRRDSSPEASDVEMEEDVTCGRAVPQSAQHNAQSWSPKTVR
PSPETAAAQTSQDPLIKTSPKVTPSKNKDAETEDEDDDEWAGVRPSRHQTGAQAGRLGQEIANLEVRLADSDSDSDFDLP
SINLEINTSQAPPANANLPLPLVTANTVAKPPSQPTLTSPARGPVSDKGPIADVLVSKDSSRSSTASPLPKASASGSDDE
SVRSRPRGRASLLARNGSEALLSPRGTPPTISDSRPRTHSSSIELARASPTPSLAPTPHETTLASEPMSFGSFTAAQRIP
STIDMSASQSGTLMLFPDPPAPRKQATLATPAAASPSASSRVAPPAAPPQPEPAAVQKPTQPETMESWHESSTPPEPILP
RPAQRREAPMLDQISATMDESQALEPPSTAGAVMPAAEEEAAEPLFLSGIVLLASGSGTGQSNGLDIESLLTRARACGAQ
VCHEFAPSVTHVIGPAKEDGVAAQYTMKLMLGLLHQKWLVSWGWLDRSLASGTRADEATYELRRMMAEVERDGIPAAARL
DPTHQAGRLFRGICFALSDKAVGEVGETWRDEVLAVIRATGATLKSEREVLDIARRQAPADRDCFVIGSESTYKMHRTDP
LWAEAAQLDCLVELYWITDSIAHLELQAVEEYLLNDEIFEADTQGTEAPI                              
>Sros_PTSG_01060                                                                
MGNTCATGRRRYQVISGDEVAQETTFDATTDTTQQAAASLSAQQALVRTHSEHADELDTEPQTQAEQTYTLAVANLKLER
SDSLENLLTCAICLDFLFEPVRSTCGHSFCRTCLRRLLEFDGSRANCPKCRQSFARMDPDKLEIDRPLAETVQRNFEMEE
MAKRKAEAEVDEQEYVQARAARQRREQLMESNPLQLMFESEEDPTRRRILRRDMALLTGLGFSEVMAQKALFVASGTHTE
ALAWLMHHQHHPDVDVPWNSTQLQEQIALRNTRRVLCGIDTEPTTQVLLAGQLNVSVGVVRHVSILGRKAWLVSTRGFGA
LAMPEIVFIVKAESEELAVPQCILKLLKKLFRRAKRGAFTADHATIIRFSHDATPFLNNPELTGVMLTREMGQSLQGLPV
PHGNFVLALLLFGHEVDWAEHLPCRFLLQLGRNHRGNYPFPITNDRYREPVITEGIEESHKYFKSAIFVKHAICMRVQNP
RASSRFRRNRRREPAHWYLLHLPSEAKDIVRRYVDSWNCSTSMPLVCDFALGADGYLLHQNQSARQRMLALPNAVGAAIG
GVAITFVRDNRNVGTGGTLHKDVLMFYANDTDYTEIRSALSLGHDIEIKPSNRNLDCGLRIKWLPSAVINSGLSHISSDL
FPDRTVYPYSHRVGNLSDGIVLPLIAAETREMLCPDLHPRLTVLGVGVGVSAVELNARIDRTHLEQYLSLLLESVSAKMG
KLITEPPSSGDASLITLHIDLEPAGTDASAATYRISKNYGDVCPQAPGLTMRKWSRMLHPLPAPPVTAKVALQVSLELI*
>Sros_PTSG_02541                                                                
MDDAASGEVEEFEVVAVKVPTSFRCVACGRIAVDPQTAVPCGHSFCSSCTHGQFRSATNVERTPEVVQEGASPAFGVGSN
ERDDAAAQVPRVRGDPHSAHGQGGRQRGGDGQFFPDDAEHGEATTADMWRGAAMRHDGDGGSLRGNQSNGEEDTEVGQEE
EGGGRGDGHGGLRLGEQSAPATVLQRCPSDQQRIQIFVPNAALAEQVAMLPVVCRHCQAAQQGEDAHLQLGQFAEHARRC



PNKPARCLNSLACHPIPRRQLMEHLQLCHLATCPMNVLGCRFKGTFFEVQHHLDTCEFRGSDHTSIVSRAVHRLRDIEQQ
LWREFSSAWTRLDHLNTSIDEGLRAAEQQRRDRERQAHQSQQGQHEHKNKHQQHQQQQHQQQQQHQHQQQLEDRRVSSLR
EFVMPFRFRCIGSFRGHTEPVWALHSFNDMLFSAGSDEAIKVWDMSKLSCVRTLRPGEGVIHCLCVCDEHLICGTSTGKV
LLFSTSTYELEQTQQVADSIISCASAHDHLAYIGSFGSLQMMAMDGTVPQSQEGLGHWIRALVVVPQQQLIYSASGAEVC
VWQLGTLMRVQSFRTKYGSVRSLAISNNLLITGTQNQNIHIYDTETGTHQGKLVGHVGAVEALITSPGGQFLLSASWDKT
IKIWNLAKGLEIQALCRHEGSVNALIWHGEMLVSAGADAAVKMYKYTHVARAK*                          
>Sros_PTSG_03578                                                                
MSTHSAAVGQQQQPALAADEILLLHAPPPALLCRICHGLLVDPVISVACGHTFCRACVQPPATPRSRQQDRRLPQSTAST
PGQLYTRPPGHGDGSDTNRTPSQLRLTQSMMDPQRSEHSFGSPTAPGGMLSPPPQQQQQQQQQQQQQQQQTLERSHGGSA
SSPLFSADAQTTDVDAALANADSAQHSQASPSSASLSSMQQQQQQQQQQQQQQQPAAAITCPIHNIVLQGTPLVPNIAIE
EQVALVALYCPYVTVVESEEVPEDAAPVFTRYARRIGFISFSSKCRFTGTRAEVEAHRSACACAPRPCRNSERCGLIPAD
QMHMHLATCPYTKCRNNVFGCRQRGHPADMAHHEKTCMFANSPLAQQGRMLSELEAGFHILAENMKKITRRISAMEMKQT
GLQRAVTATNGQHAATATPSSSSATVIPTPTTDGRPMMTTTMAEQDGVEIAYVSPAARALAISGTATPRGPVSSVDAVRN
GGAIDGGGARVDGGVDGDGDVGNAGTRDPRGSQQHYWNQQQHHHGGQRGGRGVGETPLTDAMTVPYHHPQDHQHQQQQRQ
QFGEVGEEDTARGPMYGQGRGDASRPTMAAASADVQSNGTASPAPSSQAESITSTTATKGTRRSATAATTSATAVQHSAL
PGQHVRGMFLKPQDVFDSRGCLAMPFHFQCIGTFGAHTGPVWCLAAYETLMFTSGSEETINVWDLGRDEPARVHVLASHT
AMVHSLTCKGQRLFSGDADGIVKVWNVLTFECLLTFQATEHICAAMTCAKHFLVTTSFSSISVWDTIKGRCLYSVNDDLN
HWVRAVAHDPSEQVVVTATHNVIHVWSIPSFKCEQRLETTKGSIHSLAVTSQYIISGTYNRNIHLYRLDTLAHVGEIRGH
LGTIHALSASPCGQFLFSASIDATVQIWNLQNRLLIQTLIRHDGSVNALLFHKSLLFSGSADKTLKVFKPHHGLAPKAEA
QPPQDSSLQACWGGGKLPPAYAMLAQEKGKRKTPAIDKVMSPVASPSKMRPDRSPSIRSSAADTISNTSVSPASTRRSTA
TVNQHPSHRSRDVSPMMGADTRSRDVTPTHAHAHAHVRNTSATSNNYFSPQYASPQVLYQHQQREGERVGRALDDGLGVL
PLQPSPNSTNTGKSPNTAAVTAATATGAVVVASSPAFSTASPLGRALNTGAEGASTGPLTSTPTRAVPGGDGGVAPTQRA
DEGDRYQQQMQPRVGAVEGRRPMPGVMIQPPTPSATAAHMPHPEYEQAQTPEHQQQQQQQQQQQQQQQQQQQQQQQQSQP
WVLRSMTKTPHLSRSPFALRRHGSGSGHGHGGGDGSANSSTRGRRSPHMRSAISVESVDRTARAGESVDGDGGGDGDGGR
DHAHEDGDGEGDVSLLFAARPGRVRPGLNTAALARVAQQQEALQRHLQQQEQRLQQWHDQQLQLRQGQPQQQLQQQQQQQ
QGADVGGGKAVGGGVEYDDGGHDGEAVDHGHGDGASRNGGSVRGRVACADEDGAWQPWRDDGNDDDDNDGDGSGGKAVNH
SAGFTAHHASQPYTSQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQDVVAPVASSAVSVATTEDRASIPVD
ATPSVSEVDTRGHTRTDSKQGGHGGNSDGIDRRKSDHDGGRRHGDQHHDGDHLHDHSNNGNNNTNTVRSDDNDNDDDDDD
DGHVDKSGTLHDETRDGSDGGDGGGAETSLSFSGLGDPRMQTASLTAEQLQQWQDEQRAARKRAAKKKARRRKRKQERLA
ETRSSSTDQLDLQQQQQQSARKRRSGSGKRKPRESGGLQTTATARAADMGGATPLAPLPTHPHHSGKDHKHHKLEKQQHQ
HHHRHHHHEHAHSTPKATPSKAGKAAVVTRADMKLQHSQEAITRFIDSNPQMEEKDVLATVPVVTFPGEEHAAAKGQADD
DELTRVLHATTGDADADADADAGRGDGGGMGGGRLERSGGDEELEATATFDFELRGSTKGISDRLASLDGDLTRLLAQAQ
INEEESAV*                                                                       
>Sros_PTSG_06242                                                                
MATRVSTSKRPSSATRRRPGTASSTNATPLHPRTQELLVDAIKAGNVDKVKTVLTPARAHALNNHVKNGHTLLTLAIDRN
QAAVVEALIQLGKSQQYPDLDLNQACRIVRKTPLQYALARAAKTQTYAVVEQLLACGATPIFLATVTGKATSNALLEAIK
LRNPQLVAMACQHDPSLLRSTSAQGWLPLQAAVFEGRVDVIESLLRHGADPRDAGLNGITCFQFALGKRRGKTSKTTTPS
TSRPDSRLDTTSQPTAPSTRATTATATAVSSPSDRRVVTRVETRSVIRHPRRPRGGRTTRPSTDARASASSASRSTADPR
RGQTVDALAVTAHQSTPQDVATQQSSSSSSSSSTLCQKRTRTTGRGTRSATGASHSSTARRVRTAATSSTPAGTAGAAGA
GTRGGGGGGGRSGGGNRFRASDAVLRVLAAHVIGDFIAFHRTRKRFLDQRAAVLLIQRNLRRVHAYRKAVQVVTHVRQCK
VITTRIHQDILGRARSQVLASSSHSSSSGSGGGHLDDKDGMASALLCRVVMQACRFPGGDRGADTAGVAVPIMDQEQLRQ
VMLIPLWRVEQQVLSGRQQSSSNTTTTTTTTTTTTTTTTPTTTEMQPDDGNAQSTVTDKPSSPPSSPSSPSPPPLTVEGA
LRARVLALRGQNKTHISLMEVLALALPHAALRFCAVLNACMRRKTSEETDAFGYTPADFSIAVAAQAVDAVDAVDADDCR
GANSDDNSGDSKDGMYRRSGGEAKGAQQQRTDDATSAASAATVTTTAAVNRKSEADEHAWRTAILSILWACRAQVDTTCA
FPSWVLRATAKQLMRERQQQQQAATPLSTTASATTPTAAEPPLAATTVPAATAATAVQQLPLGRRMVHVWADLVTSAVDI
GSTHRLVGKRIVVYAWDTTAEDSVQAHMRSLHVDDALLLVDAVMARALSTDNSTARKDLLWFAALIMCDGVLAARRIQPH
VDMAAGPTATPSTSGPRAAVMSEGAVARVLATLKTMLDAIGPIMVGHRLEESVMQLVIKALRSPHATTLVSAFPDDALTR
MVNGLNVLNRLVRDTQPTAIRAYYSSIKTRLHQAVDHNDFARVSALAEKNKIQVTELAAGFMTLNRGRRAPQDMYECVKI
LLEHNATISFDVVVAVMQLSLDVHGAFNRDCPLLHKALEQQAKYDGKGGSADSLSIAVWILNAFVEHEIAKRPSSSANGH
GNNSDHDGDIASGTDVRMPGNEKNQTQEGETASATRGQHINDNNDDRDDPDDDDDEQVLVVNLDDLLLQHNLREQQQQQQ
QQPKEHSARQASVASTTHNSSNTSPSSQNDASDSAGSSGDGMALKRRVFQRLVDTCDDPLFTKAYGRVCTHIFSCVAWQV
DEASRSTHFEGRYPILRSGSLRLDTRTCECLFTVLDLCDLNDLALQVALQALPAVAAVKTAAAQNAALVTISAHINTLLR
RYPEHISEAAAAVSSTISNTLSIRPGRSRSIRPHANFRFCCDLVRTIPATKLHVKELLECTRLPLKVQEVISNTALPGDV
RDAACKFLDLLFPDLLICKICLDKMDEPVKLCRQSGGEHYHKLECVHRFCKACVQSWLRIGIRDMQTVFACPVPKCRFIL
YPDDVKRLADSDAYSKYQHLMSRSYDKKLHQMKRDGLVGFAETHCCVCPRCHVIIERAAGCDSMRCICGNVFNFSATRIR
KGHVPAPVRVPI*                                                                   
>Sros_PTSG_06892                                                                
MDVSREWRESVAGMAAVRNAARCRLCCNMPEEPRCLLECDHLFCKECIVEALEDNSVCPECKRPSFPRDIVESDQISEVV
LFVKTMEKLMETQDPPSIAGSQLKLGSVPPSQAGDEYAAISTRGKANNRKNKGARKLATQNGTRRRGAPLTTVTNTGGVV
SERADQAQPTQPTQPRRVKATPKRSNNTTTSTSTAMAEEQDDEEGRAEEEGGSGSGKAAGSGGGKRHNRGKREDEDEGEE
DEQDEEDEEDARPVRSKRAKTSGSAANGRTARHTAHNKDGKQPKKQQRQRQSRARKADTREASSSTRTSPSLSSKVATPV
RHRRTTNTRVKQKQPKKERVNQHGETALQVACKKGQLTRVQELLTAGANANHADHAGWTPLHEACQIASEPIVWALLDAG



ANVNATATIEGDTPLHDAICANAPEIALLLVERGARVDVKNAQGHTPLDVCPNESLKQSLTAATTTTTHATEPATPTTHP
TGGAGTATTATATTTTTTTTTTTTTTTATTTVASSSTSGGGGRGACESVESAPLFGPGGTLVLFDGADGADDDDDGEGEG
QDGDGHDGDDGDEPDVEPSSLPASQASGVSGDALSDVAHPILTITAVNDDLRRKTQRACRNLGGEVQTNITQGVTHVLTA
LNDDGRVKRTIKYFQGILLGCWVLDAAWVYASDKKGAWLAEETYEVKADTVAEGGAIRSRLSRLNDEPRLFAGCSFYFAK
SPPGAAAAGRPAVKDLRALVTLGHGKVLCREPLGTTAEFAAVTHRPHHAADAMSPETFIVAADEADCDRLARKHRRHRVR
CVTRQWILDSISHFKLL*                                                              
>Sros_PTSG_09210                                                                
MGTVVMPQAAFAFPDAVRAPVDTWNAVSTLDMLSPTFTTHTVTAAGDSNHGAHSTGNNSSSHDDGSDGDDQHYSNDRSGG
QGDEHDHNDNSPSGGGGGGANDDNNGDDDEDNDNHNLDQDDQEEEEEEEEEEDDDEEEDQDKVSLVAIDPSGATKTDTAR
EGKRSSGSAASSPSKRAKAAMDTTRDDEGNAISQEKGEEHVGGDVDTASQHAHDAGATAPGAAITTNNSNNDPGADGDDS
NDDNGDRGGVEDGGNEREGDGNNSGDDDDDDDNADGDDEGDDDDDGDEGSGDGSGDGSSDDESGSGSSSEEDDPTATVIS
GQTMRYNLERLNPYLMCRLCDGYLIDATTLSECLHTFCKSCIVNFFESNNSCPVCGTLAHEINPHDTLRQDRTMQTIVYK
LVPGLLEDETHRRRVFEAELNGEELPSPTHDTAAGDDESNSAHETDDEEARKEAEARLKKNPELQVSFMLEPEELSEDIE
KMTPRNHGAKEKLERPFVRTSAKATIMHLKKFLAHRLKLAGAEEVDVLCRGEALGKEYTIEYVLRTRWRKPSQLMLTYRP
HIDVGNDRK*                                                                      
>Cowc_CAOG_00371                                                                
MLRSSDASNDNIDFDFDLIPDSMRLDAYEEQRSVPIPTIADNRRATIPLTFAPLQCPVCLCLIQNAHGNIECLHRFCEEC
ITSAVRMGPKQCPSCRGSLPTRRSLRHDSNLDQLVAAMYGDHEQFEKQQNEYSAEQIRRKQAQTLVLKLPRREKRVARGD
RQSSAASSASSPRQCPTPTPTAQQIPRSVPRPLSLPSSHQPSAGVAGSRAQTKSAAGSEDGSSPSGPLPSPKGNDSRAPS
QSVGGLAYRQFAFRLLPDPNALPGSLPILAMDSVTTPGTCQVNHILAWLDLIARTNGELDMPLQLELPEGFSKTSTVAEI
FAASRHPPSELLALYYTRKGG*                                                          
>Cowc_CAOG_04743                                                                
MDERDVNDFCPFCKTDVYFLQNAEMLVTPCGHKFCTTCIRQHFTQLTMPCLVCKRLVKRTELARQTFQDLGVDREVKIRR
NVMKVFTKSESAFASLDEYNNYLEEIEDIVFNLASNDDNDVREATERLNKYKQAHTAEIEAAANAAASAQAQRYRQARFV
YQAPPRNNNGPRIPTLSEVTSLQYTQLVQEKDVSKAAGFSTAYPARRALCEAFSSLYDA*                    
>Cowc_CAOG_07886                                                                
MTSGSRADSSKAAKAASAASASTPRSKSQIQSHSQHGQNDDHHDDDNDDDDDDDDAPQFLEGGKVSVRLRTLTPWLVCRI
CLGYCVTPTVIVECMHPFCKSCIVKHIRTTRWNATRKKLPNIQVLCPECDHPLYDNPYHSLKQDRLLADILQLLLPDVVR
EELARHQQFLDTLYAPQTPHAACTPHTSHNSTQVASEQDRPEQCDALADDNQSHGLASAARSDLSASRTRPSDPTPHKAN
QTPQEDTQIAIQHPPLAPRSDQIPSTPPSPAAPLQPSAQAAQLPSSSSAGNGQVPAPAAAKSSASALTSSHSHSSPFPPS
PLSMMAKPASQASTSDLRRRDADLPPAAAAAAAAAATPPNSSAAREIATPLHHPLVYVNAGTLRVSMATNQSQGAKRTAT
ASDLANSESPETKRARLIANALSAPEGRDIQQSNNVVRPSQSTVQTESSTSSSAIQPVETSAAPPVSTPPLQQLVSPQTE
SKTPLLTYPAPPPPVASPRLVNSSPTTPVHPDGIRSSTASAHPAAVATLSRVAEPSRSAASPVSTHSTSASSTAGIAGTP
STAPSERSTAASTATPTRQPSSAPASAADTADSVSGARPQAGHSIRFHIARDPTAPDEFLKSARPSIVGVSSNATVDHVR
KYIITRYSLPTDTALDILCANQVLNAEMTLAVVAATIAQTSPQSLPQAAAPVEAGSRPTILALTVRPQLAPK*       
>Mvib_comp161137_c0_seq1_fr4                                                    
ARLA*LAPL**RLFTGTWSLMTCKLCAGYFVDATTVHPCLHTFCKSCIYKHWKRQHDNDKCCPACMHPLGPNPLQHLKPD
PSMQNIAYKLVPHLQEREQELIRTFEKSQEVRVRKRTSAGSVRSS                                   
>Mvib_comp14441_c0_seq1_fr5                                                     
LCFFLLRIQVLAHSQHAIIVDDMVMANIELVNEYLACGACFGYLIDPVTVRECMHHFCRSCFVSHVSPRNANGAIVNRTC
PFPDCPISLQELQPMESVTRDHLLEDVVRKLVPRVAAEELAARVLFASEHGIESIPEDSRVSVQEILKEDNSLVNVIVAA
KKKKRRGGTLTIKRSMASLIQRIAERLAGGVGEQQPSKGSEAVVSVTMSLNTTAKKNVASAIVSGSSASEESSDADLQRA
AAEAAETARLLAAEDQRKWQKRQKEEKKRAEAKKRALEEEERAAQRRAQEKAERVRKRALLAEARETREAEEAVERMQQE
EAQIRLQVKDGRAKKHKQEGSDVEKERKTKKAIISGGDGHGEKARKRSGGMKEEEGEGEEEDSETKKTLKRQRTIEAEKE
EEKEEERGEGGGGSVAREKTVEDDESLSEQAMVQVLVSPTSGSSLHPISPNVFMITSHKTLKKLRNIVAEACGVSDAEKI
AFRCNGGNDIPVKTRYSKIREKRWKSRPLPMVLEYHLVD*IEIETLYIVHYVNKK*PYNIFLFK                
>Mvib_comp12430_c0_seq1_fr6                                                     
LFFFCSLSLHLFYRRLFYSDTFLSSRHRTFLLQSCVFWLLPFDMADFVEAQRFHHQQTRLALQQRFVPYLRIWNTCYIRA
QRRVYLREVSVLQPQLSDRKISQVPRTRPPSSTRHIDPNTQLQQNQLPQLQHLHSLASTPAFFSNIPDSWLINNAKIEKR
AQLIIPNNLFAQPLCCSSGCNEIATMINFPCKHVVYCKSCSQERRSLCGVCFGGVDSEITDLISERHEPPVRECTICRDT
MLSTNMVRVSTTCHHEFCRVCLARLALNTKNTQTARCPAQRCASLLDQRCVETLCEAGLVHSHLVDRWATMLRPNDQTLF
CPWPRCSALLAKVPQSRRTHTCPVCSQHICSMCEGKANGDDGTCTFCKS*VKVTQSGFCF*Y*KKKKK            
>Cfra_g7                                                                        
MRLVDVLRGRKGKKGNDNVPAQRSTLSSTGRNDFTNTKIPLNLDVEIADGIMSSGTMQAASSPNIRRRCSTSEIVNTEGV
RSLPILNNPNRSDKPVTDTIPQNHTNTLTHTGTSLNNLKPQNYQRFHTSATRQTQFQYFPHTKPLIKPIHRKAFVVKHVC
ADEYGNDSNVMDASVGDIVTVSRNISTNSDLWLAIHEGNGTIGYLPKHSIRPLNQCIRAVLSMDCTATVDDAGLNLDETI
DGAVTGTSLRAAALVRILSTDSQYHATCIVQDERTGRTGVAPPDALVLLPCSPLKGHDNSEWAVFSKTCTADVTSSGRET
QFNRGQICTILAQLDPPANPFGQVLVAIDAPVSNENCNNDYQKIISPLPMTSSMPNLSMCTPGQPSPLTTLSLTRKQGHT
TSLVYPNHTDTDMYTEDYLIAVLPRDSLDVVPPLASETVSRFSRVDLEKRPTECAICLDVDVLPRFSIIPCGHRFHIECL
VNLIKHSINNYIDCFPLYCPLARKVGLCDVLIDYRSVKGVSVRAQAIGMDGLSDPQLNKFVVFYAESLIGKGNRIYCPDP
SCGVMIEVPEDHNPKFKRVRCPVCKFCFCFGCKALWHEGLTCADANGVSREQLELTASNQLIERTSKKCPSCETWVTHYR
GHGCHHIHPCVGEIGVCIANTTIPSGRTSPASNSFPIQMTGPRHCETCDVDGRCPAKWL                     



>Cfra_g1666                                                                     
MAQKNSKNYQHNTVPQPIHSTNSGSQEQIVPRPINREPMSHTQANGYTPIRPQADDQHKFSGTNDKPASTHMPIHSEYMH
TLRPQEQSTVEETCVSSDVHFPSDFQSEQLAGQVKSMTILEATCASKLEDGSISTPIKTRTLKSKLTAVSTTTSFATVAG
TGVMNSNEISKSRTEGTEQDRHRVSTNSILAPYVSKARSDILCPFAMAGKCAFGASKCKYIHGDVCEGCEKQCLHPVDVQ
QRHNHESTCASLHGSQVQTQGVDVESSYAYPNNNTHLSTNLYNKTSATVKRKEYQTFPSEHFGGEGVIECGICLEVVEDK
ESLSDRRFGVLDECAHPFCLSCIRKWRSERDSNKENARSCPICKQQSYFVIPSTSWPGTVAEKEALIQGYRSRLRQTKCM
YFNNGDGECPFGTSCFYRHEYRDGTLAEVTLRKYGGEDGLQIHKDVSLWDFMAKYEDGH                     
>Cfra_g2277                                                                     
MVINSFSEAAHRDGGENSSDVSKGGHDYTYVSPVPKCLCCAKCLLEVRDAVETNCGHMCCSECLEVWLQTPSMETACPVC
STELNPNNIRPSLLLPRQILDLRVCDGKAASENDIDSEGNNSPSAARQAPMESTTVESSNANPKADDMFWAAGTTESNFS
SCDESMTVKEMLIYKSTCSFARVMCPAGREHRIVRANVDDHLQEKHIKKVQDLEETDETQIRVFMSQTLASLSDLDPTCT
IDDHAINITSYECNTKWKEIFSKAGRPLISAVTKLFEILWKYKNTRAVHKADMVKFIIAVVALIYVVSPIDAIPDTIPVF
GLVDDLIVAKSALRIILKIVERMSVAT                                                     
>Cfra_g3376                                                                     
DLSQPRSPVLIPSPAQCPVLIPSQAPALSQVLIPSSSQAPDPAPDPAPDPAPAPVSALTLNPTHYPLPTIPFPLLPISNR
SIHPHTIYAPITWYGKNEFGDGNSTSEAGGQQHQQRSRLSFKDIIWAKGSDDGPDAGSVNERPPVSPVEPDINGSNSNGS
GDNMRTDVGYDKYKLASGVSNSSSDSAVTLRSEDIKSEFEKHSSTCATKNSKGAHDSGISVSLDMKEEEVKKNKKTEMCT
GEVGLKNNTNGNMSSPASGNDRWEQNTAVLWGVSIAATEKLSRSLAPQQQTAPVGGECKRSFVSELARSNSSSAVFTPRH
PKLADRNSSKSESSTRVDLGGLWDASDSNGVNVGVVGDGSSGGGSSSSSSSSSSSGGGGGGGETCAKLCTVEPSPAGPMV
NQPSPGVVMETSEGLGQNVSYQQNLYHPQKQALSLNARTCAQGSTVGDVGAGRWRALSMNMDIHVNDNVNAKTAGSGNGY
QDSFHGDKSGECVSYDVKRQTSTVSARSLTSTDSMMSREVGVCESSSRPTSVYGNMNADMKEVMADVGNSWNRNLNATVI
SSGNANNDNANDHTDYASLFLNSYNKPSCLVENDECKTDKSFAGDCIAMSGSIVDSCGGASVGSINGNGEKGDGSRIDRD
RTSASSGWSVDSTPFVMRDAHPNPQAPTQQYPLVPTKIQTQTQTHGPQVVRTHSLPLHGGGYVEPAKSFRLYTQVFLTFM
CQNVNCKGKADQNCYGAHTIAEIRRVPCAYQISTGVVDFSYYPRLCPAILPSHSKGHGQVQTNGNELSPSMCVNNDQCRY
SHTYTETQYHPLTYKTTKCHFYFSETDEHANAHDESSTAGVGSVFLCPVEGSRCSMAHSPSEMRMPWSVLREIVSNDSGS
DLPHNTPLMLSNQAQTYLGLDCHTPTGIVNNNGVGNSNVSLHQQHTGGYKSQPHQQTQLQAVQAQQQQQIQLQLQQQQQL
QLQIHQQQQQQQQQQQQQQQQQQQQLQEVVPEFDVLTYKTMPCARQKSKFKMPFRVRKCADRVTCDGYHDQKERRRAPNL
VMYLPEPCPSVYDRDQGSWSSPGNCPLGDACHLSHSLMEVMYHKEKYKTKSCERWAKPGLQCSWGARCAYQHGDQDTSNA
QDHYRHGVTMATAPCPNISNTTNTTMTTLNSIETSLSAMSISGLGRGIQAQSTSNAASSSTQPLIAGVGSGNGNMMYMQQ
QSSQQSQIHQQMLRLHESNNNLYNPITWSTGESDTSVNVGGDASTSVSTRSRGSVEDANVSDLSQRFSANQADFLSLVAD
YRAIRKRVECPNCGEANLRNQALTCGHYFCQECINKNIHSENDFTHVLCPICQANTPLGTILKLVNE             
>Cfra_g6779                                                                     
MDNAVISEIEADLAQVEALARDCHYTHTVRTKYIRDVGEVTEDEKLANLLSQQEATIAIELSLEDAVAQLDLENVATREG
DVEFAATNSPCAYCLEQKGHACTLPCGHEVCRECLSALFEAAIADVTLLPARCCELDVPTDILVCVLSPRRQLQYGNLLC
EKTSANKMYCPTPKCSMFIDLDTDPVPHKEFECVGYVDMNFAMFVEWSGNSADVPYGTNGTSPTRATGALEISKTFVPYL
>Contig10651_Abeoforma_whisleri_fr1                                             
KICCTNSKNIRLEPCGHLLCRPCLRKWENTGPKKAECPFCRCEMRDSVNVEIEAYDDGKEIQIAEEKPSSTSPLLSPTEQ
INVVPQQSPKSPTMPSHSPKSPTSPNLPENIPVCNPRSSFTYDQESVNQLLAETPELSIQRRRPSSPTGGLQQQNQQQ  
>Contig65232_Abeoforma_whisleri_fr1                                             
VLYDSLTTI**LKKSFVDFCP*IAFKSSNMSKEIVLCGNGQEITLKEGNNVLGRGPLLNIRNPKVSRQQCDIFVEGCTVT
LTAMGPNSMYAHSQRTKTMLVSPHVFSLRDGDKIEFPEGTFFSISIPGQISTIQDKEASIKRNISSEPEVLSKKIRLEDV
ETSSNIEEVKPLSETFQILVGIKALTVDHFKVTYLQPLESLMNLYCFRQKVLPPKYDIFLYKGKKITNLDTPQSLGMESM
AVIDCLGILKLKRLSPAKPGMEVPCFKYADFFPFSKLKREPPIVIPMQFRINIHEHLHQSLPENLKCVQRELEVQQSVSG
LLQGLTLDDENPPGLDGPDTLTITLLPHQRCYMHWALQREKDEQCPGGILADDQGLGKTVQTIANVMQHKKIETGTEKDG
PTLIIAPLSLVSQWHDEILNKCKKGTVSSYMYVGPRRARLGSELRDYDFVITTYATAAGDRQKESKDGRILKRPGPVMQI
TWRRVVLDEGHTIKNPRSGIAQGCSLIKASAKWVLSGTPIQNSFEDLYSLIKFLNFEPYTSREEFMTQFIPYDGATPEHA
NKCYKRLQTVLKNIMLRRTKQSKLGGKNILNLPPREVCIQEDMFTVEEQNVYNQIQTESKSSVDNSSYVNVLSALLRLRQ
FCSHPALIKNKKKPALVTKEMKEKVSSFPKQTSEIFEKVTQHGTDEMLCEVCKDIPEFPNLTRCGHIFCDQCAEKILSTV
EEEESFICVGCKQKVSRSDILLNVPTPTVDVQNNEIEYRKPSTKVNAVLKIIKSEPERKTIIFSQWTTMLDILSVHLEDN
NIKYVRLDGSMQLSNREKSIHSFKNNKDVIVFLISLKCGSLGLNLIVASRVILTDIWWNPFVEEQAIDRAHRIGQKRCVN
VYRLTISKTVEEGILALQEKKREMAKAAFGEGSVNVGKLSMQELLHLFQT*ELLMGIKRYFF*MQAKIFVYSSSKIKWQV
LIVKMQCQKLD*KYL*NKFLGIKCSNGDFSPSGMNINLK*NA                                      
>Contig77121_Abeoforma_whisleri_fr1                                             
TSTTSSSTLPSSLSKPQSASSTLLQKARTEEFKKRMASPNLPRALSKFDRPDHSLDNNTIKSKYKPTSIPLTLEEAIARN
AAVAELNRQKKSEKMKIQNGIAGEKHKAKIKAVPSTPLRSRIPPHATPTSISTQQLQQRSTPTLSRTTLKTTTSPRTLSS
ASSASKSTVKVKAQKSAVQQAAAAAIKRREQALANKANQAVPSSKLASPSPSPSSASSYPASPLVFAGTNLIEEERNGEL
RKSKAAAPKNSNNDENLDDDSDDAEDPCCICLANMKEKTSLDGCTHCFCFLCIDSWSK                      
>Contig31042_Abeoforma_whisleri_fr2                                             
PNTADDLKQNCKHTYCAPCMEEYLSTLTIQFSCPVDKCRTSCDTVYALDWVKGRNRQLYEEMTLKIVKTQLQAIVRPHKA
YFDVDKSLLDFC                                                                    
>Contig25997_Abeoforma_whisleri_fr3                                             
RNKNNNRDCEKGKIENICAICLCPKRKEISLSGCSHTFCRICISTLQKLQSDFRCPYCRQRSDVSVLPTTEEVLLTIFRN



YYPWLKVDTENGYSLRLSVGEALVGIAVAADVPVMLHFLCNLLGCDVKKLFFLDNWNLLHLGVTRGALLSCMWLAAIAPT
LGTMVTSSQAQTPGNFIFEFQHKNFDFLFVFFENKGWLPYDWTQLAWESDNKDLLYRVQEHELSLTKYLLEQMFALGSAK
RAQKLKANNNNQHFQCN                                                               
>Contig4581_Abeoforma_whisleri_fr4                                              
VQQEMQQLQSSKSLVKALNNCDYVPSTLLKQYLEIDRLEEADHLAAHRLANERNNRRGGRYDHTRSTPTTARVRAVTIKE
NISNTTSALVLATIQDEHKRAHTRERERARVESSRAQRSIASSSDYIDRSSQDDNGTTNEEIDVYENSQQTNCLICCEIA
PVDSENLPCGHLYCYNCLRNLCLAALRDR                                                   
>Contig34842_Abeoforma_whisleri_fr4                                             
FQICRL*DFCSSGKMDVTSSCCICLELPKKRTKLSGCCHSFCFICISSWSECVAIP*WNSSPPPPTHPTTLIVDFPK   
>Contig34982_Abeoforma_whisleri_fr5                                             
TTS*LQRRIVQSTMTKIEDCINDNISVHKNNIFQRYNVGGMKEVGTSKENGVDLSCSWFDGKYLFLQKPQPFVFCGICSM
VLTEPVVLPTCGHTFCTSCIIDKLDCPIDKVERGSNKVLVPNLVISDLVGKLMIFCPFESEYNLKNQLENVSVCKNVIAF
SEESSHANTCLAAFIDCPNEGCDKKVRRRDIHEHLFECSFSKTSKRCLWTFDKERGSFLDIKDHMSICVYLKEEEDIDDQ
MMSKPILLIQQAMTNMEDKILQNEKENQTFKKEIVESNYTVSQSHSKLEVEINSLKQEMHLIKLTLGEIQAQLSKGKKPS
LNTTLFKCVGTYKGHESSLWSLAFKDNILFSGDNDSQLKSWDIRSNMCQKSIDCGLGGSIHCLLAHKDYLYIGSVHGKLQ
VRNIDDLKLVKDIVIESPTTNPALTQGNVICCLKFHKNRIFVGTFAAILVYDAFSLELKYVINDLEYWVRSMAVDLSKNC
LFAGTHNAIHVLNLDSLEKETVLRFDFGSIFSMLTTSQYLIVGTYNQNIHLYNLTTLEYFAPLIGHLGTVYGLAGLYKGQ
FVISASFDGTVKIWNLNAMLCVQTLRRHDDGITDVVLINESIFSASADGNIKLFLEMNELAL*EN*RKKLIFSTNP    
>Contig32468_Abeoforma_whisleri_fr6                                             
DCGHTFCQQCLVRYVSYKAERNVTQVNCPKCRSRLHC                                           
>Contig33369_Abeoforma_whisleri_fr6                                             
MNMNMNMTMNMNMNASGNPEPSSQHSFNRKARRNNNTSASTKSSTTFNANSYSGDFNALIHDKVMEMMASQNINLHGMAK
DVFAQFAMDFNLRGITSSTPDENPAENLMEMFENIKSPTESTLQELERASKSNPKKMLQLADVLKYGINGWEKDEAKSSD
CYYSAALGCNPEELETEMQKQKNDDIALEGAPEAMSQVAALCQNKLKENFTKSRQSVKEIDNDANNEKDNRMSVEDIDLE
EILQSSDLKTDDKKKENFSDMVFFLGNAAMQGHVSNLAMKAAKDIIKTKTDDMSIPGMKNLLGGCYDAQIKTNYNASWNV
VNDVRQKVGLKRKHQTAYKNSVHDLQKLKLEGDVMQKDCNFLTAIREYTNCVNEIQDWIQLEKNSISTKKEGYVLLAQVL
LERTKCNIKLSHANQEKNQEEMSRFCSLDGYRDCKLALEDDLNLMEILSKDMRNEFRALKIDCLNILREIDSSRVETESA
TSKNAEFLVDGVDTSWLPETMKTNPNKSQKAKKSGGGAKNKQQQHKRRQKQNKNRQQKKMAEDNRRDLKSNLRDKQCLSQ
AKIREIESLIEKVRCIRTGSQLLEIKDVPNARDSESFCPICYRYWAYELSNEVVGVMPCNHAVCCSCLSSWEEYNDEVKL
KQKEAEQARQQNLLANGEDDNNGNVEEDVDDDTRKKREDEEAFYNCSLCRGKIPHGIQHELAMQLSNENDSLNFYVEKLP
ITKDEGVLIVKDLIVNNKFNMIAVEDHLYSMITLPSKKLKVLTHEDKQQIYDRARKPELLLKERLSKEYDVFNSIRNPLS
EKWQIQRDIVHDLNNQLKIARRKALDEIYCNINAQVAMGHDHEEEHIGIYIDFHGLHVEDVPVKINDLVAPVLPHVECIY
IITGRGVHSAGGFSKIQTIAKKHLKQLGFLVENVDGNEGVIKASVLNSNFIK*ERERDPSLMLRNSG             
>Contig33370_Abeoforma_whisleri_fr6                                             
MNMNMNMTMNMNMNASGNPEPSSQHSFNRKARRNNNTSASTKSSTTFNANSYSGDFNALIHDKVMEMMASQNINLHGMAK
DVFAQFAMDFNLRGITSSTPDENPAENLMEMFENIKSPTESTLQELERASKSNPKKMLQLADVLKYGINGWEKDEAKSSD
CYYSAALGCNPEELETEMQKQKNDDIALEGAPEAMSQVAALCQNKLKENFTKSRQSVKEIDNDANNEKDNRMSVEDIDLE
EILQSSDLKTDDKKKENFSDMVFFLGNAAMQGHVSNLAMKAAKDIIKTKTDDMSIPGMKNLLGGCYDAQIKTNYNASWNV
VNDVRQKVGLKRKHQTAYKNSVHDLQKLKLEGDVMQKDCNFLTAIREYTNCVNEIQDWIQLEKNSISTKKEGYVLLAQVL
LERTKCNIKLSHANQEKNQEEMSRFCSLDGYRDCKLALEDDLNLMEILSKDMRNEFRALKIDCLNILREIDSSRVETESA
TSKNAEFLVDGVDTSWLPETMKTNPNKSQKAKKSGGGAKNKQQQHKRRQKQNKNRQQKKMAEDNRRDLKSNLRDKQCLSQ
AKIREIESLIEKVRCIRTGSQLLEIKDVPNARDSESFCPICYRYWAYELSNEVVGVMPCNHAVCCSCLSSWEEYNDEVKL
KQKEAEQARQQNLLANGEDDNNGNVEEDVDDDTRKKREDEEAFYNCSLCRGKIPHGIQHELAMQLSNENDSLNFYVEKLP
ITKDEGVLIVKDLIVNNKFNMIAVEDHLYSMITLPSKKLKVLTHEDKQQIYDRARKPELLLKERLSKEYDVFNSIRNPLS
EKWQIQRDIVHDLNNQLKIARRKALDEIYCNINAQVAMGHDHEEEHIGIYIDFHGLHVEDVPVK*ITHTHVNIHTVYTYT
HVHIHARTHTRTRTYATHAHMQ                                                          
>Contig19650_Pirum_gemmata_fr1                                                  
ISKMLTSGSLEGQLEDFTSPTDLKVREFRDIEEQLRCTICYDFFTAPMSMLCSHTFCSLCIRQHLGEDKRYCPTCFEPNI
TMYKNRVVGQLVERFKAARPILIQCGSLYLNTNKGKSCTNNNHKNENENNDTVFEKNNVVQDNDTFKNSRPAIAKQSSSC
SKSKNLSTPLSKHRGHPHNTPVNRKANTTPTPTPTSTSTSTSSSSSSS                                
>Contig66034_Pirum_gemmata_fr1                                                  
NNNNYHRNNNRKRNNSEQSDDPNALLGFTFAALPPRERGNYKRRSNRNNTSSVPYNKYTFMHATCQFVLKSGFDYSKFMT
DPDLLVDWEKVILIREYSFEELLCPICLFPPKAAKIARCGHTFCFACLLRYLEMGDRKWRKCPICYESIYLENLRSVQII
NKTRYKAGDEISLCLMARTTKSKLTLPKESPVWMDNELVPSYYSDDAKKFSHILTMTHDCFVQEIVGQELKELKEHLIDA
TAFGSENEEIIFIKKAREELEATFFAGSKSGNVYEKNGSVKQQPSKIVKNETVHKVANIQTNFDHAFGHPDSLEEKKLLE
ENKNLEEQKKQKELQNIATTTSTTFSNNSNIGANLLNNKNIVAIQYPEKTNDQALTCFYQSDVGQRIFLHPFNFQCLLYN
FKNIENIPNNIKGLILEIKENSMNPEIRKRYAWSKFLPLGTDFTLVELDLNHILSEDTLLHFSVQLKQRHKKRKDMERKD
KKIQSKISQAHDANLNKIYNSLRGVDANRKEFKLDFVPEPVVQEDSSVRSFAQAARGDKVKLRDEDCPTLNDVYNSV   
>Contig40028_Pirum_gemmata_fr2                                                  
PPSHPATQPPTHLYINGDVNFKMELPACYLESVRFEQYDPKLYCSECETVLFEFFVNACGHQFCNTCYLKLFRQLMEYNS
KTRACPIQSCQGLFNIPLQRIYQRDVINRCFVRCTLHTKCLYSQTPHKFSEVYPHLKKSLQITDFEDAITAERKTNLHML
NKLKFKLGSEQLFIANSYSNVLNDVTRGYHHHHHH                                             



>Contig66035_Pirum_gemmata_fr3                                                  
LGFGFVLILLFILS*REYSFEELLCPICLFPPKAAKIARCGHTFCFACLLRYLEMGDRKWRKCPICYESIYLENLRSVQI
INKTRYKAGDEISLCLMARTTKSKLTLPKESPVWMDNELVPSYYSDDAKKFSHILTMTHDCFVQEIVGQELKELKEHLID
ATAFGSENEEIIFIKKAREELEATFFAGSKSGNVYEKNGSVKQQPSKIVKNETVHKVANIQTNFDHAFGHPDSLEEKKLL
EENKNLEEQKKQKELQNIATTTSTTFSNNSNIGANLLNNKNIVAIQYPEKTNDQALTCFYQSDVGQRIFLHPFNFQCLLY
NFKNIENIPNNIKGLILEIKENSMNPEIRKRYAWSKFLPLGTDFTLVELDLNHILSEDTLLHFSVQLKQRHKKRKDMERK
DKKIQSKISQAHDANLNKIYNSLRGVDANRKEFKLDFVPEPVVQEDSSVRSFAQAARGDKVKLRDEDCPTLNDVYNSV  
>Contig11925_Pirum_gemmata_fr4                                                  
VVVVFVIVFAISFTTLIFTTLIFITLTFTIDIATVVFIITIAIILIILTIIILIIILIILVL*II*TFDN*NIMSETNSG
ADSNDTTEAETIDLKRSLESEDENTKRPKTSSEQSESNENEDKGNEEENKVIKTNESDSEVIENKEGKEEKEIVSKETTE
ENKKEEQDEVQIVEEAETKTEGNDGEVGDGYEVVDDVVQEVVNNDGQDAENEIIEVDETEEEGNEDGLVTGTEGDNDDEG
EDDDGNDDDDDDDDDDDDGDENDDDDDGDDSDDDNDDQTHNENSIISEDGVGDEDSLAEEDDIDIVKARFKELKEENSLF
KSALNCSICLDFFVIPHTLGCGHSFCFLCIRNNMKRQIKDGREKQCSICRRDIEEPPARSFALECQIHIVSKGLSKHRQQ
EIIEREEHSRQLVNHLQWDDLFPLTSLNKRNYIYDSSDHVYRCGSCNSEIAYSECTSCNLTFPDLADRDNGGVDIISDSQ
EESEEDEDDDEYEDGEGFIDDTGNTTIVVSDDENENDSNEYDDNDDNNNNDDDDDD                        
>Contig61279_Pirum_gemmata_fr4                                                  
IIKKRENEEDCVFCLEKLKVNAVITKCKHVFCRSC*LLVI                                        
>Contig22965_Pirum_gemmata_fr5                                                  
ETNTLEEEFSEQEEMSSWAIMSRDFSEACSICFEARCDFSLANCQDQFCYKCLRKFIENKISESWGMKNTELCCPVCFDP
LTIDQVARYLDDDILTMYRKYNDSKQNICRFCPDCQSPISVTEIVNGAEEKRRAKDKYDDLLHEITNGNKEDISEANRLF
YRYLNDCDSV                                                                      
>Contig66336_Pirum_gemmata_fr5                                                  
*NLFFLFSII*NKIP*NIIQKYNTTNMSNSSDDSDSFDDTSSDSSSDDEYEKLSIPKRLKTKKESDVFKYTILTPADLVS
SQVKAITAINDIVQIPYSSCRLLLLHYNWKEFKLLEDYYSEPDKVFRDAGVVNPKNTPTNKELTKDDTVVECEICFLPSN
EGSMSALGCNHYFCNECWISYLKSKILDEASISIECPDSSCDLCVDEKTVSDLLADEHDVKSKYQYLAAKQFVQGNAKIR
WYFLNLTNPTPLLPQAQAQAQA                                                          
>Contig20641_Pirum_gemmata_fr6                                                  
FY*K*ITVTMFMKL**RTKIFIKKCKHWYKSWIRGRIKATNKAIPRTTTLVIITRTMIAKSEDNNPSVATDLKHPLLIQL
ENSLRCSICYDFFQTALMLTHCSHSFCSLCIRKYLDFERKCP                                      
>Apar_comp14375_c1_seq1_fr4                                                     
ACRICL*SKLELIINIYYTD*SEIAENKRCTRILCL*QQRFANRQPC*VQRCRG*GWHG*CLCEPKETGHA*VHVGSNRA
EQTFQTLLQLTL*REIFYEKALCEPLFHVYLWAYAFNGCCNK*ETDNMTLLGSLREALTCGLCLDIFTEPTALTCLHTFC
QACIAEVVCFRRKDTITCPNCECETRIPEGGAAGLPKNHVLCAVLESYHEGVKESVCKQPADNPTLQAPLKRPPAANTDT
PNSP                                                                            
>Apar_comp3920_c0_seq1_fr5                                                      
TLCTTPYSTTCAGPHAPLVLKCGHTACRTCLVTVFRSLFPRCPTCNLPTGKTAPGKLTVNYEVMRRQSDL          
>Apar_comp12673_c0_seq1_fr5                                                     
LVRGFCLPFFLFFFLLLLLPLFLLLPFLFLFLLPAPAPTPVPTPAVGEEGKKDGKGNVNKEGEKEKEKEGEKEKEGEKEK
EKEKEKEGEAEATDKDAEEAPNGKQVRRPHEGGDEPASKRPRADPSPASTPVTGQGDVLDHLRKKVMCADEGGSKGTHFL
ENPKKLPCAHLMCLGCAEGHLKEGKVTCPTCASVHDLSGGVASLPIDVITIALLNDPTFMASLAPEPQFLVPDPPPSSRA
GGKNKICTAHPGSELEFLCEDCQVAVCSKCVAREHKQHEIAFGEEIDQLLEAVDKCKRAGEESAVSASKQVEDMVNDMRR
LLEQRRAQLLEQVAREKEDLLTNVHRIRDKLQEGSDDLGKLDISTLKEARTFGTQQWAVKAEFPSMPEMLHGIGSLGKVT
NSRPKGLLLCGHENGLVTVWDATSGVSRLQLQGRAPQPSGAVGADNKPFGVESVCIVDPAKGIVACGSNDHVIRVWDVVN
GKCLQTLHGHDAEVDSVTLVDAEQMLVASGSVDKTVRVWNLNTMKCVHVLKGHDDGIWDMCTLSENKKLVVSGSEDKTVR
VWDASKGRLRTTLRGHLAEITSVCVADASKLWLASASKDKTVRVWEAVPGRSVFVFAGHEDEVWAVTQVDPDRGIIASGS
NDRTVRVWNVREGRLVCALLGHEHEVWAVIPVNPALNLIASGSKDKTVRVWDYGKGLCTQVLRGHTDGIWTLSAVDEAKG
IIASGSWDKTARLWNVHEGRCLHVLQTDSAVLSIAYMPLSQAPQKSTEGRENGGSVTENGAGEKEGEGEVMEVD      
>Apar_comp14931_c1_seq1_fr5                                                     
LPTANGNNVSDQPSNSDTKLQGTLPVHKLCPICLENPLGTAPSWGMQSRNRNCRHRFCTDCATRYVEHAVNEALAQEQYR
PNDTGI                                                                          
>Apar_comp23395_c0_seq1_fr5                                                     
TRKQGSFQFALVNRAPACTDVL*ASIIAWHSIA*LTR*APR*HTHTHAHTHQLNMGDERKRRQSDYSGLPSSKRPSIADR
KAAEEEEENDDDTFGGTEGLITVQKKRLVEKLHFLEKVKLKEKDDEIQRLREGKEKYHSVLAAFNNCWDQLNQDVAIMLA
RFDKDPISSAIFQETGAKPPGQTYFERLNVSSDKRDEKTAERIAHTKKLVGRLADEIEKARKINDAVYGKIRGMAGSDEV
MEELQQDNAKMHEDRSHLEEQLMAVQRHLTATNLKVTDLQEIAEKSKERVTELTEEEEYIRMQNEMLHQKVRKLRSQIGE
AEARAKEAEAGSVPAAGTAGQTAATGAPVVVENAEVQQQLDELRKLAEGRLKELEQVREEKVKERQELDKLKATYVNPTD
APQYKILQTQYAVALKELQDLRAANEGLQKELSTVLLTRRTEIDHLESGDKEFKNKMEEELRQAESRALALMNERDSLQF
QMKKMGNGREQENLMTEMRQLIINLQNHNSRQKKEIQRYKQKFEELRAKEETGQDGGEEGGATEGQGAGDLERRPSLDEG
ASVVDLREALRKAEQEKRELLGQVESLKRAVRSPRDPSQATANEKKMQEEIMRLREKLRSGGGRDGGDRNMEKTVNELQQ
KLQSKDQEEMALMNEMEVIGKAYEEMQEQNARLMAQLQQKEDSNFHLMSQQIKGGQLQQLMKEERDALETRLNALQTLCE
STTTTLRKMEEKERNLREQLAALEKDAWLKQQAMEMHRKKAVDAAQEAKEKGISLDRATQQQEEMSKSLAQRTEAMEKEA
HARKRLEEELSSVEGRLKRSQTSGDGPNALLEEEIRQYKEMVNCSLCKRRRKNGVITKCFHSFCLQCIQERYDNRMRKCP



TCLDPFGQNDIHQIFL*IKSLVLRRSPNMEVTIYGGPCDLRGSKVLRRCLCMYQAKYTFVDVFVTQRMHSSTHPCTRTHT
CRGTDTRAHARTHTH                                                                 
>Apar_comp24016_c0_seq1_fr5                                                     
CVSVLCQRHLFFLFFPPLSSFPPSF**RAFS*IFSPENMG*KEKKCGGKRNGVGDHF*SVGW*IVIVRMVCVYIRLSRGF
*GLQVERSS*F*LS*AHVRAGIKN*PPYSSFRCMLFYSYYKSKTKLVL*NSKRSFLV**ANIVFLTRSLHTKMYGVPNAY
GGAYGGPAAYLNQEFADSVGLHESKRNGSSFPQPQSRGGYVRYDGRDGGPYASGGQTPQRQGQPPSYAPPLRLPLPSPND
ERMSGQGNPGPPPFRQMSNSWQKMPPEYGYQEPYGYRDRDGDRATQYYGQMGPDTYGMEQPHSSHGGISGAGQRERAQQM
GRYQRNMEDPRYRDQRSMEASWHSYGMPAQDHGMEEWQGGPERLDYGERIDRRNYGEMRDQRGYQEQREQRAMENMGYDP
RKKSDSYTYNITTVADPGSGSGVTAANGSGGDGGVGRDISPKIAKGDDASVRSGSGPSHHSDRSGSDGETESVKTEGAEE
GAGKGLGSMSTELPGWSRRSQLIEAMSTSTGRDLGAVQEALEACSWDRERAAMLLLRNDSNMSNVAYQEYGVQLNSSATD
DLDPQGFVAATPTTGPTPVGTPRLQPAQSPGGTVQDRERQGDSLFNFDYTLPHAAVPNSMFVDPFNRPGMWGGEGASFHR
QDSEGSKDSEDLPSRRGSAAVVRTLTPGPDSSAVALSTGRALSWSDVLSADASGRRPAMALEQLEKSYVEAARAHPTQEL
NRRYMTTFRIRLCPISNCKDTPNRRCFNAHNPKHARRLPAGFKVPGSGIQYVYYPKRCLSMWLHGVCEEGVRCQYAHSTD
EILYHPLVFRTQRCDFWGEPLPCPRMGPHCPKAHNPNELRSAADVPPELFVDPASLGKAAELKFRHTFDVRTYKTMPCLK
QKSKTREPKAKAAAKAKRCTDRVSCDGYHDAKERRRHPDYFNYSSEPCPAVYDRDLATWGYPSACEKGDHCPLAHSLMEV
MYHRDKYKTKPCERWGKPPLQCSWGERCAYKHGEQDNGYTPPKLPLRPATAIGSAQQMPHPSAPGTDMALAYALGVHQQN
QQLMEYAGQANQMRTSSDTQSVATSASGRDTPTDLQKRLDDAEQQVAQLMTEHEWLEQSLECPVCRELGSRDRALPCGHV
VCHTCLGVQANAQPREYEMFAPTLACPVCQKVHPINSVYKIIL*KPRFVMKISECNHVYHGTWKYGCFWNTGDGW*NTVN
NQHGL*DCKQKVCYILVFLFVFSRERVKKIKVSHRV*IS*CCVGK*GNLDGGRNRK*C*CVCIGEPKHAFVLYF*TPNIP
IFSGKKKNEYNDRCILLVCR*M*ACLSMAPIYIFCMPVCVRIIFYLFLILCSIQKILYHSLCRIFYRFWIDLLVP**AAG
LPISLYILSLFFFWCFLKDMCVAMGIISS*VYPRAYHRVLGL*LYNQSPKLHACGVGHGLRAREEKDNKYAYFQKKKKKK
>Apar_comp24016_c0_seq2_fr5                                                     
RQRGTAWEKGNEHSLNTILQPTCPLPAFVLQACSWDRERAAMLLLRNDSNMSNVAYQEYGVQLNSSATDDLDPQGFVAAT
PTTGPTPVGTPRLQPAQSPGGTVQDRERQGDSLFNFDYTLPHAAVPNSMFVDPFNRPGMWGGEGASFHRQDSEGSKDSED
LPSRRGSAAVVRTLTPGPDSSAVALSTGRALSWSDVLSADASGRRPAMALEQLEKSYVEAARAHPTQELNRRYMTTFRIR
LCPISNCKDTPNRRCFNAHNPKHARRLPAGFKVPGSGIQYVYYPKRCLSMWLHGVCEEGVRCQYAHSTDEILYHPLVFRT
QRCDFWGEPLPCPRMGPHCPKAHNPNELRSAADVPPELFVDPASLGKAAELKFRHTFDVRTYKTMPCLKQKSKTREPKAK
AAAKAKRCTDRVSCDGYHDAKERRRHPDYFNYSSEPCPAVYDRDLATWGYPSACEKGDHCPLAHSLMEVMYHRDKYKTKP
CERWGKPPLQCSWGERCAYKHGEQDNGYTPPKLPLRPATAIGSAQQMPHPSAPGTDMALAYALGVHQQNQQLMEYAGQAN
QMRTSSDTQSVATSASGRDTPTDLQKRLDDAEQQVAQLMTEHEWLEQSLECPVCRELGSRDRALPCGHVVCHTCLGVQAN
AQPREYEMFAPTLACPVCQKVHPINSVYKIIL*KPRFVMKISECNHVYHGTWKYGCFWNTGDGW*NTVNNQHGL*DCKQK
VCYILVFLFVFSRERVKKIKVSHRV*IS*CCVGK*GNLDGGRNRK*C*CVCIGEPKHAFVLYF*TPNIPIFSGKKKNEYN
DRCILLVCR*M*ACLSMAPIYIFCMPVCVRIIFYLFLILCSIQKILYHSLCRIFYRFWIDLLVP**AAGLPISLYILSLF
FFWCFLKDMCVAMGIISS*VYPRAYHRVLGL*LYNQSPKLHACGVGHGLRAREEKDNKYAYFQKKKKKK           
>Apar_comp6307_c0_seq1_fr6                                                      
AVAWPCN*GVWFGRFEGALTHLDSRREISAMSASRKGRNQARSGEPHLSEAERCYEAPPFPDGDMVITLDSELRDMLACP
ICKESYDDPKRRPRIVQIRVCGHRLCEDCYDSLFSGRFSESSLALHGKPVPICCPECKRKLGNPKKDKIIDEDTSRFMRL
LQEKYKMSQQGK                                                                    
>Apar_comp22668_c1_seq1_fr6                                                     
HCLTLHVHLSLADGPPSYLIGVRGPFKREASLSEGSSHTDGSTGGIKRIKREVKEEGGDETAKLRKQVERLRGDLEEAQN
SNRRLGQMVDRLEGELAAARGQALGAESLAKDCTCSMCRDMMVIPVVAQCAHTFCLECIDALRMVKKECPVCHQRLLKDP
YRCDALGRLVRAVARKMPTEDKDKYRLRLQEAEADDAAVKEIERTVGKADKAKTKFLNVVSAWTDSDREIFQKGVGGYRG
RARRLYCALVNLKPETVELAQLQSLRRMLGNVGLKVPQDPTAEDCRAMLMAFIRGEISEE*DIRNLIYFDNEMSAG*EIP
TVRYPDREI*RQ*DARQGDIRTVRCPAGRYKGSGARGQWKIHTVRYPGLRYPDSEIFGQRDPWTVRYAVRYSDTCCSTWV
SGSPIL*LQLFHLKTSVYVFLSFRRGSALFSSLFVSEVIM*LRVIFILLR*LDGCKHCFSEKGMNFKRTSPHMNPATHTA
YKRTHRRAQTHKHVTYTDTDTGTQTSTHTHT                                                 
>Apar_comp22668_c1_seq2_fr6                                                     
PLLCFVRSENGPPSYLIGVRGPFKREASLSEGSSHTDGSTGGIKRIKREVKEEGGDETAKLRKQVERLRGDLEEAQNSNR
RLGQMVDRLEGELAAARGQALGAESLAKDCTCSMCRDMMVIPVVAQCAHTFCLECIDALRMVKKECPVCHQRLLKDPYRC
DALGRLVRAVARKMPTEDKDKYRLRLQEAEADDAAVKEIERTVGKADKAKTKFLNVVSAWTDSDREIFQKGVGGYRGRAR
RLYCALVNLKPETVELAQLQSLRRMLGNVGLKVPQDPTAEDCRAMLMAFIRGEISEE*DIRNLIYFDNEMSAG*EIPTVR
YPDREI*RQ*DARQGDIRTVRCPAGRYKGSGARGQWKIHTVRYPGLRYPDSEIFGQRDPWTVRYAVRYSDTCCSTWVSGS
PIL*LQLFHLKTSVYVFLSFRRGSALFSSLFVSEVIM*LRVIFILLR*LDGCKHCFSEKGMNFKRTSPHMNPATHTAYKR
THRRAQTHKHVTYTDTDTGTQTSTHTHT                                                    
>Apar_comp24016_c0_seq3_fr6                                                     
QDRERQGASLFNFDYTLPHAAVPNSMFVDPFNRPGMWGGEGASFHRQDSEGSKDSEDLPSRRGSAAVVRTLTPGPDSSAV
ALSTGRALSWSDVLSADASGRRPAMALEQLEKSYVEAARAHPTQELNRRYMTTFRIRLCPISNCKDTPNRRCFNAHNPKH
ARRLPAGFKVPGSGIQYVYYPKRCLSMWLHGVCEEGVRCQYAHSTDEILYHPLVFRTQRCDFWGEPLPCPRMGPHCPKAH
NPNELRSAADVPPELFVDPASLGKAAELKFRHTFDVRTYKTMPCLKQKSKTREPKAKAAAKAKRCTDRVSCDGYHDAKER
RRHPDYFNYSSEPCPAVYDRDLATWGYPSACEKGDHCPLAHSLMEVMYHRDKYKTKPCERWGKPPLQCSWGERCAYKHGE
QDNGYTPPKLPLRPATAIGSAQQMPHPSAPGTDMALAYALGVHQQNQQLMEYAGQANQMRTSSDTQSVATSASGRDTPTD
LQKRLDDAEQQVAQLMTEHEWLEQSLECPVCRELGSRDRALPCGHVVCHTCLGVQANAQPREYEMFAPTLACPVCQKVHP



INSVYKIIL*KPRFVMKISECNHVYHGTWKYGCFWNTGDGW*NTVNNQHGL*DCKQKVCYILVFLFVFSRERVKKIKVSH
RV*IS*CCVGK*GNLDGGRNRK*C*CVCIGEPKHAFVLYF*TPNIPIFSGKKKNEYNDRCILLVCR*M*ACLSMAPIYIF
CMPVCVRIIFYLFLILCSIQKILYHSLCRIFYRFWIDLLVP**AAGLPISLYILSLFFFWCFLKDMCVAMGIISS*VYPR
AYHRVLGL*LYNQSPKLHACGVGHGLRAREEKDNKYAYFQKKKKKK                                  
>Apar_comp261751_c0_seq1_fr6                                                    
LCAGYFVDATTVHPCLHTFCKSCIYKHWKRQHDNDKCCPACMHPLGPNPLQHLKPDPSMQNIAYKLVPHLQEREQEL   
>Apar_comp544362_c0_seq1_fr6                                                    
GSAGQKEGEKIPDWTPEDEVKRLEEEVSRLQATLKAVQSASNCPVCHCVLVGPHSLACGHIVCVTCLHDWLFQRLAGR  
>Contig1436_Corallo_2_fr3                                                       
ASALTVNGKSKEMVIT*VHHKHSRVEFSILQP*PISRGTMADPRKSRPKNAGQDGDDSPAEPATPRSDIGFMAIVEDLRA
HYAAKEYSQALERISGEKAKVEAQAREGSISVWEKEQLLIELQSERGECLRRMERFDEAFEDLFNAFVPKADRAIDLHAL
SMPMTVMAVLLRDRLRKHAEAHQLIHKNPLDSREQDINAFECLKCSNLLFDPVTALCGHTFCRTCIDEPWRSRTCEICNS
LLPYTFGSSSCVTLKLVIEKAFPSEGQAYNILFDVNNELTRHELAWTTCRKGSGASASATNGRPVMQSAITAILQRIQEA
TGNGSTQLSGLTSDLVRLAADVNDEDSEQEAEADHRAEDDQEPQEDPTTEGTEDHTATEGTGTGPEINRARTRTDSIRST
TSMSAEEQLIRDRFSRRYVRAHERNFLAADLYSELQILHDILKDAPVHPSTDGTNISQQSKTMESNSSAAVSTRTLESNR
NNTITNASFSMPDEERLRIRAKVLKALEELDRAAELFPGSQYTDVTRSLVNTKIGNTEKGTSFAQDAIKKQPRNGKGQLA
LAQALVKHSYSDPTMSTGEQIATAKSALTQAMNGHLLGGAMRRTLNTVMICLQRLAQLYHRTGDATCKISLSALMDIYGK
PTDDGTSSGAIGHPPPSPSKRRRLYDSASVYHPEDARTDLECQLCLNLLHMPTTTSCGHTYCRGCLSRTLDHSSSCPFCR
SELPGYLTERHGVNRVLEQFIKMRFDKEYEERTKQYEEEEETSQNIPLFVCTLAYPGIPCPLHIFEPRYRLMMRRCVETG
TRQFGMCLPSPAGSFMDVGVLLYIRNLTMLPDGRSLVDCVGVRRFKVIERGMKDGYHVGEVEWIQDDPVDPNEDDVQQYM
DHAREIASHIGNMLGDGTDDDAFRERFGEVPGEDPEKMGLWLLALLPLHDHMKYPLVETTDTVKRLRTVTNLFNQVRLAD
DHSSSLSCNIM*TN*DLEQNYT*HNTNVLIDSASSKSQRKTLHYHYVHLRSVPPMHLI*WYRWHCLPGPRRPCGVSLLPS
LQIRDLALLAPAMPGPAVHPQATLESEMNGSARPAQIPPQCHLRASVSPGHRSPDQI*HSSDAVGSVERWLSCAHPHSSG
*GQY*SPN*ALHATNHAE*T*AHLPHICTRSAVHAVEGLRIGDSTDQTILGR*AGWIHCCRLRLV*RLVVPSQMGGT*PT
AYAL*PLRSRHWWHSDPCGRSSHCAPDQQ*ANDSPDASHRALQRDHVESKGVPPSLQPFLVHV**NLCRKDTVDSLLCMS
GCK*GNLLELSAHLQPQTTLPLRTFQAKICWHYFRKLWRFHPPPTIL*WPIHPWRLAEQPACLVVHSGCEILPRLVL*LW
ESYRKHRRASSCSERGMRSARA*TAVDYTDRQRSHAPGTEILSDNSYTALSLPVHLRS                      
>Contig6475_Corallo_2_fr4                                                       
RAPRPPSSSPSF*DPPRTVRPTRKLVRRCGYFGHAKTSLHILRPRH*PTPFEKVSIPFGGEDTEQINGPIEV*HPTQ*RG
LREANEDIEHR*RTPGGNHTPSRMVRRKAVPDKNRKADVRPVKRLRTEGPFVSISQFSATDAELFGIIWSVPAFIGEVGI
GTLRCARTGRELLFDEDPISTQKVLYGLSQLDPSLLRVTISERTRNPETVTVSVTLHRLVVEGKKTLACRWLLHDRVYRI
LVSILGQMYRGWLKDSYGSERLNRTVAKSSVKDLLEIARPTGLERPAAPRIIGLNAMLRPYQAHVVAWMVSREQEVAWKP
VQKADDTVLSVLDVYGGRSCVDFVLPVEGSWEQGENRKEKLISFNVVTGTFAATQQSQLPGNVPNINGHAYANGSATMKD
EEEGQYHHHYHQDAHGTSNGDHGTDHDESGTETIFGNVRGGILADEMGLGKTVETIATILTHQRDRPTLQSLGLKEVIDT
DDSDSKSLRNRKIIECIACSSIDEIEDIITSRKLQSRLSPKRYICATCIRNRRFPTAATLIVCPQSILLQWQEEIEKHCD
MSAFKCIIYEGIQKQGYVSPLELMEADVVLVSYSTFRSEVHYIPENRVERSSRHKRRRIIPSSPLTCIEWWRMCVDEVQM
VEGRTSKAAEVARMLNVVNRWCISGTPLSHALPDLEGLSSLLRIPLFDRDPELWTLLKNGVTPFLNTLQLQMVVELMWRN
EKHLVASEMYIPPQSESMISLELSPIEAHFYSREQEAIRPKMEKVLHAWHRGIRAGYYTTTDNEQLRRCLENLWPLRRAC
VHPQISIKGGTTHNLSKATSTLQNVLDAMIANTTVEAEEVQRKLAMAMNGMAACYYMKGETVKAIETYDAVIALDSKGNE
IGAKKDPTTDGNRVLKIDVHTSESHGQQQEQQEQPKEQLRKDVRLDPMQKLHSIHNLGEIIKESKTVVDDSASVISHDLT
SLRQTEKTLIEAYLRDFERAMEQALGALDQSAQRLRLWDKYRAGASSVPPKRESHDGPPEWAAMLAYVSSHSLEKKVLSR
IQAMYQDVSGAYANLDAMGMRSLAGVHYLFATKYGQISEKRDEVMSMLRTVVANFSDEIWVERQANCGKCRQDLLRTGPE
CDFCRINRHLLIFDGLLFGLSAAERMESEMDVVGRQQKDNAFMRDDGLCELIAKATLQVIRHHHSSKAPVGDDVSRDGDD
LLARFTQVKKERWSTLGTLWTKAHDLISARDEVKMFCHRIRIRRPEQIVAPHEETLWIEPFRIDEELRRHQADCTVEQDA
LRRKQGHLIYLKHLSTPASSKATVKPEQTQRPQHQESEQGQEHQQQATAVHHEDCPVCLQPLMHQFALFPCAHGMHNECT
FHYFERFGHRASMPCPKCRAQFAIDAIVHVDNTASAAGGGAGSNGTHRPRRSEISTKIDALVDLVADIAEERHGSVGQAP
FKCLIFSQWTRALEVIHHALEGAGVRCLSALGSNVKAQRAIASFKRDPAVTCLLLRLKDGGRGLNLTEATHVFLVEPSLN
KAEEDQAVNRVHRMGQRMETFVYRFGIKGSIEEHILALTSQTYRTQSTRQSLGGGPTSGSGKAVGEMDARLTYQDVHQLY
YRSLGHLDELVENGHDDDPPDPQSNDS*SENRL*F*RNIVA*PQWRS                                 
>Contig3491_Corallo_2_fr5                                                       
ALVCIPKQSIYRFIKAESFRNWRCEIRGRICKHVNRAIFANAVGNTAMDQNSGAEDAPSALSRLREQMPVFTPVFSRVYQ
MDAHRLDDLMSGMLLDQLKALGRSLPAHFASKVETYAAELKMICLACVVGVPLLNFNATFGEELLNLRTVRSATNTRVSL
GRRVLLAALLVGSDYVRERVTEYLVQREVHHSNPNGDQVLQTWDRAVAAVRILKFLNMLAFLKNGTYPTLAHRLLSVSLQ
FKTTTAEKFVSYEYMSREMLWQGFAEFFIFLIPLMKVKSLKGMLFSVFFHTDKINKIADSEESERERGCPICGEAVPTIP
VSAVKSGCHHRFCYYCIASNQEEDPSFACPSCSNTVGAVARSMTRKGGKTSLKGTNGA*NCTIHVFYHFLHNSVLH*CHG
QSTPYRRPSSTGSPLAFSSPHRGTRTKQLSIRGQGAKSLKCKPRQQAFLHFPRRSQKP*MET*PGIQ*VL*MQIYHMK*V
CCSVTCLDHREEKQDRAKIKTRMMWT*TNDHNSRPSQWQQIETNRASLNSSRLYNGPSRHGHQRGTNMYSQTNTGHWRRH
HSTLWTFESRTI*VCAGARPSGHICGECLNLTC*KACQLCPFFMTLCHKLPKIPFSTVLIIVQTSGQA*TDLFWSQCIPG
*EGDGTGQF*IRRPSWRQTKMNGVRTLNSWSLNYHPTTIFDLLGCRWLVQHIVTVHWMPISQHL*MKPGESTLMHSAC*V
A*P*AA*PLPCTETVRTRAYGPFTTPMTISSDCPCLAILYRRRRSGTWAQNWSTVVHKGNRDYLSEQAIVLLPSMAVESV
SSHAPFHPSRVTSSRPLPPSSVAMLWQRHAWSTTCIRMKATSASASRLHQRRKVRTA*HWASRTAPEQHWSSPPFWMPS*
SRLAPVSSSTSEARMLNSVFPCL*IHEDASSANRESFFVPFRTPDMLPHTIVHLH*NPWRRDLISAI*TGRRRFLLHAKG



*SRQLVRYRKRCYSWPSF*CSSFAIPRKWDERGSPNSV*SPSSPYSNLLMHRTCGPPQAPPSARDMQNSGAPLWTSRSPR
YKAQTSPTGRAPAFTKLQRIGRIGGSNLLCKPPQAFTGHGGYTINTWRMLPTLPHPTAYTSADLLGSLSISIVL*KKFCS
PAPEHSGRLSGIA                                                                   
>Spom_NP_594204_1                                                               
MSDLLDDEFYEEEFENDLLDASEFEDEFDEDAEIDDDGFTVERKRRRAHSVSYRVVSVRDLRASLNEKINQLTSIIDLTR
EQVLGLYRYFKWNRERLLERYIDAPEESLQKAGVGLSGSKQREVVHHEGTCEICYDEGCLPFFSAECDHEFCLACYRQYL
DSRISEGESVIQCPEESCTQIVSIQSITKVLDEKSLDRYHRLLDRSFVDDNDHLRWCPAPDCEFAIECHVTQASLSSVVP
TVTCNCGKQFCFGCGHDNHQPTICPLVKIWLQKCQDDSETANWIHANTKECPKCSTTIEKNGGCNHMTCKKCKYEFCWVC
LGPWTEHGNNWYTCNRYEEKSSTSARDSQSKSRASLERYLHYYNRFANHEQSAKLDHELYEHTHKRMTQMQVDSNLSWVE
VQFLKNAVDILFQCRQTLKWTYAFAYYLARNNQTEIFEDNQRDLELAVENLSELCERPCQDCSLSVFKQRVLDKTVYVRS
RRDVLLDDTARGLAEGRWEYVVDV                                                        
>Spom_NP_596530_1                                                               
MLNGEKSALGEMPSNSNSSSKLNAKSPNFIPSSSNIPRSSAKTKEHSADRKPHRNSEKKTQGMPRKNQQLASSERKTKNK
KRLEKQSSAIADSIGESLDDPQTVYDEHLFDILSARTNKRGQINLNHLLNFQFTPRTNSNAFSAPPRRSRGYNTYGQGSG
HHPMDKSRYVNANYRFVVSPIGDYQSQKLDPDSPVKWEDVWQVLCSSDFQLAACPFCLEEKPVAARMSRCGHVYCFSCLL
RFVETPTAAEVKAAETSGTKIVKCGHRSCPICWDSIRLRDVHPIRWVEDKEFQKLEEGKSVCLRLYQRNNGSILAFPRSC
RSFALDGSFHSDEIPNFTMSGAAYARIIIGSHDYMVQQHLLEIEQLQQIAAEDISLYGSADTYYERITQILLDRISSLSE
SVNEQNIKSLQTDIDNLCLQSNSLKQLSEVDDLNDVSGSEIADAYLFYQPFAHSHIYLSPLDIRILKSAFGSYENFPDEL
VPRVERISSGHLVNSELRQRFKYMAHLPEGCEVAFIECDWSKIIPKEVLLTFKSEISKRRKQRKAQEMREERYRQRAERD
TEEQIYSELNMQRPVPKTVVHEDPAEAFPTLGSHHQFESTDEVNTDESTLSTAKTVWGTRALANIQNDTDDQDDLDGWKV
DWDKVAQLSAPSKNSKNKKKKKLVLLSTGAAHR                                               
>Spom_NP_587845_1                                                               
MYQNGKPDAPTILGQKRELEDVEIQDDDIQEVSKEDLLKDVRVRSIQFDELESKIEGLQNLAEEKLKVLATLVSWWPEIL
QQFSVVFQGNELKDFESEGVFSILEKFPELSYFNDAVKNNKTKALSIIQKLLSTVDSSTNSVSRDPFSVLSIDDSALTEK
LNTINLDIDKILDELDTTRSQLHSIIKLPDRSSSFTLQCINESVRPQSTKVKEEATTSSKGKDEEKKVSTVEQRTQLQQL
SRLQDQQNGLMESRSQSLKILDSNVNEMDKLIMERENALNNVETTNLKKYSSFLALKEAVSMTSEQLRVLEHLLSECSHE
INVLSQQSKNFNGVFESSYQPLINDLDHQISVMQNDEKRINNAKTELSLSLEKKLEAKKQKEKVYKDKLDELANLETMVL
EKKKAVATREAANKIRLVDLNDLELQKDLSTYLSKELASTEKAFRLVKQQTVKSSHSHYQELITKFSVEKEKAEQKYFLT
MKSTDSLHAEVKLLRQKYQKTNEIISKMLNSQDTAVHRIIEFEDQLARLSSVRNNSIKQSTTFQVKKSSQKSTIQNLEEK
VSYLQQFMDKNNATLTDLEFQCSDLSSSIDILSKQDEEHEKEKRKLKDTGVSTSAEELKTFRAMCKCSVCNFERWKDRII
SLCGHGFCYQCIQKRIETRQRRCPICGRGFGASDVIPIHL                                        
>Spom_NP_587701_1                                                               
MHISTLKVDQLQNEAVDINSNDTIDSINWKNTRNNHTTQASLQADNNDEQSNGQAPFSTTYSEINNIHDVPGNQDEWSSS
PIAGIIVESEDEEVVENNLHSQMGTSCNKINSNSNKGKENMHFVLDDNGDSKGNASNQQVERDDKLDMETTRWNGKEFEE
PLSTNKKLIIQSNNTSSQHSTPPLSISDTSTHTGSSTDNVEANPNTGFSSARKRSLRSSNLKKKFVPLSSPEESNESEFI
DDDESDEVASIIDIKEDETFDSKVEIPEAAPSSSTESDEESIPLSYQSKRRRVSARASSSASSSSRTQAKSIPSHERTHY
RLIRQHPELEHVWEKLEEEAPREVKQIEQPKELVLNLLPFQREGVYWLKRQEDSSFGGGILADEMGMGKTIQTIALLLSE
PRGKPTLVVAPVVAIMQWKEEIDTHTNKALSTYLYYGQARDISGEELSSYDVVLTSYNVIESVYRKERSGFRRKNGVVKE
KSLLHQMEFYRIILDEAHGIKSRTCNTARAVCGLRTTRKICLSGTPLQNRIGELFSLLRFLRADPFAYYYCLQCECKSLH
WRFSDRSNCDECGHKPMSHTCYFNAEMLKPIQKFGYEGPGKLAFKKVHSLLKHIMLRRTKLERADDLGLPPRVVEVRKDL
FNEEEEDVYQSLYMDSKRKFNTYLAEGVVLNNYANIFQLITRMRQMADHPDLVLASKRKTVDIENQENIVCKICDEVAQD
AIESRCHHTFCRLCVTEYINAAGDGENVNCPSCFIPLSIDLSAPALEDFSEEKFKNASILNRIDMNSWRSSTKIEALVEE
LYLLRKKDRTLKSIVFSQFTSMLDLIHWRLRKAGFNCVKLDGGMTPKARAATIEAFSNDINITIFLVSLKAGGVALNLTE
ASQVFMMDPWWNGAVQWQAMDRIHRIGQKRPIKVITLCIENSIESKIIELQEKKAQMIHATIDQDEKALNQLSVEDMQFL
FSN                                                                             
>Tmel_XP_002841096                                                              
MDDWLIACLFPSPPPPFPGFAFSNRWNGLPVVRLRKCNHAFCAECVRGKMTTREGIVCAFCGRVAELLVGISAPMSMPGE
DDVVLTNVVVLQESKVVEIG                                                            
>Ncra_3266NCU03650                                                              
MVRTRRSVVAADEVVVAAPIAEIKKPRGRPRKSATPAVSATASSVPTPATYTSGSEYATPLTSHAATPTPSLLKENVRST
RSTQSAPKIEVAIPVLKASHTMQTTLRSSASATTSKRKRNMVADSQEDDSDDGHDAKLARMLQDEEDAKVASSSKTPSFR
VDHLGSTPRSTRSSHRGNTNVSSSKTKKEVIADSEDDGFDDSPDATLARKLQAEEYGEEDSEVEAATSNVKALGLRRSSR
RLNSSPVRASSNVTGKSTAVAKGNQSAPTRNSTRRGVAESSTQVLGFRTAKDLIADSQDDDDDFDSLSAFESDDNDSDVS
AQGGRPSAAQKGKGKAIAPPPESEDENDSDDSVLSLPDEADEMSVLGTGSYVSIDEDPDFLLPPNLQASVHGSDDDEDAT
LGAHIAEAGEGLDRIRAQMSNRRAYRSYRSNRRVKKDRLRLEKQHPELTTMWKDLENMPVLKAGRAEQPKSISRQLKPFQ
LEGLAWMTAMEKTEWKGGLLGDEMGLGKTIQAVSLIMSDYPAKKPSLVLVPPVALMQWMTEIESYTDGTLKTLVVHGTNS
KSKNLTVKNIKSYDVIIMSYNSLESMYRKQEKGFKRKEGLYKEKSVVHQTEWHRVILDEAHSIKSRTTMTAKACFALKVT
YRWCLSGTPLQNRIGEFFSLIRFLNIRPFTCYLCRGCPCKTLEWGMDDDNRCKHCNHSAMQHVSVFNQELLNPIQKFGNR
GEGALAFKKLRILTDRIMLRRLKKDHTNAMELPVKEINVERQFFGEVENDFANSIMTSGQRKFDTYVATGVLLNNYANIF
GLIMQMRQVADHPDLILKKNGEGGQNVLVCCICDEPAEDAIRSRCKHDFCRVCVKTYVHSATDPNCPSCHIPLSIDLEQP
ELEQDEAQVKKSSIINRIKMENWTSSSKIELLVHELHKLRSDNASHKSIIFSQFTTMLQLIEWRLRRAGITTVMLDGSMT
PAQRQASINHFMTNVDVECFLVSLKAGGVALNLTEASRVFIVDPWWNPAAEWQSADRCHRIGQSRPCTITRLCIEDSVES



RMVLLQEKKTNMINSTINADDAAMDSLSPEDLQFLFRGN                                         
>Ncra_6054NCU06882                                                              
MDSEDDFMSNLSSEDDMMQEDDSDNDMSNPEDFDFDDEPDLDTGNKDSQQAKKHNYLDIPFKVFRPEDIQKQQDGLVDEV
NMILDISKEEAAILLRHFRWNRERLIEDYMDKPRQVLDAAGLAQTAADKPRLQVIPGFMCDICCEDGDGLESFAIKCGHR
YCVDCYRQYLSQKIREEGEAARIQCPADGCNLIIDARSLDILVTPELTERYHELLMRTYVEDKETLKWCPSPDCANAVEC
GVKKKDLTKVVPTVSCLCGHRFCFGCIYTDHQPAPCELVKKWLKKCADDSETANWISANTKECPKCNSTIEKNGGCNHMT
CRKCKYEFCWMCMGLWSEHGTSWYNCNRFEEKSGAEARDAQARSRVSLERYLHYYNRYHNHEQSARLDKDLYVKTEKKMV
ELQKQSGMSWIEVQYLQSASQALQTCRQTLMWTYAFAFYLARNNLTEIFESNQKDLEMAVENLSEMFEKPVQDLAQPGLK
VDIMDKTSYCNKRRVILLEDTAENLQKGKWTFNIDLVSGAPIVNPTSTPATTSGSRR                       
>Ncra_8619NCU09723                                                              
MSNMDTTQHEREPAPSYRQSFDTLAHIPADPNSSEFRASRIDNFWIKVFPPTPKCYICQDKPEAANLLSRPGCDHKICGK
CLIKIFERAVNDKKCMPPSFCSHGEVSPDMAPGLFDDVFLAQWNEKYFEYLEQTVST                       
>Scer_SCRT_02853                                                                
MQEGGFIRRRRTRSTKKSVNYNELSDDDTAVKNSKTLQLKENSENVNDSQDEEYRDDATLVKSPDDDDKDFIIDLTGSDK
ERTATDENTHAIKNDNDEIIEIKEERDVSDDDEPLTKKRKTTARKKKKKTSTKKKSPKVTPYERNTLRLYEHHPELRNVF
TDLKNAPPYVPQRSKQPDGMTIKLLPFQLEGLHWLISQEESIYAGGVLADEMGMGKTIQTIALLMNDLTKSPSLVVAPTV
ALMQWKNEIEQHTKGQLKIYIYHGASRTTDIKDLQGYDVVLTTYAVLESVFRKQNYGFRRKNGLFKQPSVLHNIDFYRVI
LDEAHNIKDRQSNTARAVNNLKTQKRWCLSGTPLQNRIGEMYSLIRFLNINPFTKYFCTKCDCASKDWKFTDRMHCDHCS
HVIMQHTNFFNHFMLKNIQKFGVEGPGLESFNNIQTLLKSIMLRRTKVERADDLGLPPRIVTVRRDFFNEEEKDLYRSLY
TDSKRKYNSFVEEGVVLNNYANIFTLITRMRQLADHPDLVLKRLNNFPGDDIGVVICQLCNDEAEEPIESKCHHKFCRLC
IKEYVESFMENNNKLTCPVCHIGLSIDLSQPALEVDLDSFKKQSIVSRLNMSGKWQSSTKIEALVEELYKLRSNKRTIKS
IVFSQFTSMLDLVEWRLKRAGFQTVKLQGSMSPTQRDETIKYFMNNIQCEVFLVSLKAGGVALNLCEASQVFILDPWWNP
SVEWQSGDRVHRIGQYRPVKITRFCIEDSIEARIIELQEKKANMIHATINQDEAAISRLTPADLQFLFNN*         
>Scer_SCRT_04037                                                                
MSSGTENDQFYSFDESDSSSIELYESHNTSEFTIHGLVFPKLISVTSQDSEFDINEDEDGVDTIYEGMLDAPLTKNNKRI
LCEGSVPNLSYECLTTKGIFERMLQRVDHLQPIFAIPSADILILLQHYDWNEERLLEVWTEKMDELLVELGLSTTANIKK
DNDYNSHFREVEFKNDFTCIICCDKKDTETFALECGHEYCINCYRHYIKDKLHEGNIITCMDCSLALKNEDIDKVMGHPS
SSKLMDSSIKSFVQKHNRNYKWCPFADCKSIVHLRDTSSLPEYTRLHYSPFVKCNSFHRFCFNCGFEVHSPADCKITTAW
VKKARKESEILNWVLSHTKECPKCSVNIEKNGGCNHMVCSSCKYEFCWICEGPWAPHGKNFFQCTMYKNNEDNKSKNPQD
ANKTLKKYTFYYRLFNEHEVSAKLDWNLGQTLGTKVHALQERIGISWIDGQFLSESLKVLNEGRTVLKWSFAVAYYSDAS
HNLTKIFVDNQMLLANAVESLSELLQIKTPEVIMKRRPEFYNKAGYVENRTTALMECGRELLCKGICKAAE*        
>Scer_SCRT_05457                                                                
MDHQITTASDFTTTSIPSLYQLDTLLRCHICKDFLKVPVLTPCGHTFCSLCIRTHLNNQPNCPLCLFEFRESLLRSEFLV
SEIIQSYTSLRSSLLDALRIPKPTPVPENEEVPGPENSSLIELISESESDSVNAADDDLQIVATSERKLAKRSMTDILPL
SSKPSKRNFAMFRSERIKKKSKPNEQMAQCPICQQFYPLKALEKTHLDECLTLQSLGKKPKISTTFPTESNPHNKSSSRF
KVRTPEVDKSSCGETSHVDKYLNSMMSAEHQRLPKINFTSMTQSQIKQKLSSLGLSTNGTRQNMIKRYNHYEMLWNSNFC
DSLEPVDEAELKRQLLSWDVSHNKTPQNSSNKGGISKLMIMKSNGKSSSYRKLLENFKNDKFNRKGWMVMFRKDFARLIR
EAKMKIKTGSSDSSGSVGHSNDGDGVEKVQSDQGTEDQQMEKDQDTVINEDRVAGERNLPNEDSTDADLSRELMDLNEYS
KDPPGNN*                                                                        
>Cneo_XP_571505                                                                 
MSRIPPKKLAPSSSTIRRPAQPTHRAPQLKQTGPRGKGHEEGYLYVAGVKDPSKRVTEYRTEQDVCPICHTDRQFNKNLR
LLVSPCYHKMCESCIDRLFTLGPEPCPQCGRILRKVNFAHQTFEDLKVEKEVSVRRRMADIFNKRRDDFESDRQYDDYLE
LVEDLTFNLLNEISIPETEARIAEWQRQNESIIQANKHKTEEESMSQSKREEIERRAREERMRMIEEAERVERMEDERIK
TEVTQALAKGETKRAREIEIEAREAKRLRAEALFKFVPPSLLSAQPQGDVSHSPLSPSYNGPFIPIPYSNPDTASWAGWY
EAKGEYVDRRSGVMFVREDREGKVRGGGYDLQLFWEMEVRSAVEALGVEPLV                            
>Cneo_XP_566693                                                                 
MSAEASPETGRFRTKSSPELFFPATDSEGEEQNDVPLTIVHPTQSTSSKFSINIASSSRPQHGITTGDFEATSQTSAHDN
VDDDFSIVGHNPASSHPQGTIVAPRRKRSLQQAHSHHSSSSSSPVPSAPVIRADFRKGFLGEFVCEGWSLSKGRGYCSPG
TKIVIERPKSKSTDVGAPKPGRKDSGPVRLVNGKVVGGVKSKQMTLGSMMAKKVEPAKKVKATTDQIIRFRNERGFEIGR
LSIHEAGFLAHLLDTGVIQLSGNVIDCPQNLTTGCTILLNIKVYLARKAFENFGKHKREEHFSFWKDQRETAMEEAMRLR
KDSLRSLFERIGVKPIQSSALSKVTPIQGVLNRQKGPDLEGSRLRSSPSTSTAEEKGKGRAAMPAVDDDGEDSGDEAEKL
DEKQMNEIDSIYRKAQQGDTRLDEMDPPSTFLYTLRPYQKQALTWMNAREKGDSSVRNESLHPLWEEYLFKKDQLPGEPI
EISDDDEQPDSTRKFYWNPYSGELSLKFPTSQNLSRGGILADAMGMGKTCMMASLIHTNREEKPAGNLESQTRDGVEGEI
DEEPASKRIKFKQVTLSNQWRAVPTAPKVESFPRATLVVCPVSLAAQWHDELRKMSQQGSINSYVWYGGDRVDIEALLAG
DGKERVDVIVTSYGTLTSEYQKWLRTKDRPNYEGGSLYDHEFLRIVLDEAHNIRNRLAMVSKACYELKGQRRWALTGTPI
VNRLEDLYSLLHFLRITPWGNYSFFRSFVTVPFLNQDHKALNVVQYILESCLLRREKTMRDKDGRLIVDLPPKTVEIKVL
QFSRAERQIYKFLEERAKKRFIDLDADGRAMSNYTSILAMLMKLRQCVDHPLLVLGKSGEDGELGEKILESGAGNGEGNL
RDMIAMYAGGIRAETPEDVDKAYAAKVLKELGEQEDTPICELCSNEMFDEVLLPCYHRSCQDCIVEWIGTCEDQNKIASC
PSCGKGPIKLADLRSVQRRHKRVNPITDAYPGGRDPNLKSSNDTTVTLGKVDLVTSTKLRALLRQLEEIRQEDPKAKALV
FSQFTSFLDLIEATLTKQGIRWLRFDGTMSQAQRANTIEEFGRKTNEPLILLISLKAGGVGLNLTMANYVFLMDTWWNEA
IEQQAIDRVHRLGQNKPVYVTRYIIKGTVEKRIMKIQRSKTALVNASLSNGAKTKETTLADIKKIFGMDEEDSEGEVY  
>Ccin_CC1G_02056                                                                



MASSSLLESPGNPFAPTGMSRAPTRRPPRQPIVSHHEVIEISSDDDEPPPPPRRTSVAPSSSTVAELRKQVRRLKDEKEQ
LKRKVQTLHDDLESTVQKIRCLETQSNEGRDKVVLPYDDLEDIISCNICTNTMFVPYILSGCGHTFCQKCLIEWFDATLR
NFLNANPHYNPNQPLGPHLAALLQQPQLLMNPAAAAFIAAHSPPQPQYNCPECRAPVKSAPTENFGMKSLVQMVANARKE
AIPPPPARPRASVWEGFFPRRT*                                                         
>Ccin_CC1G_02315                                                                
MSSDYEYSDDDAAYYDDEDMLDGTQDDEVSDDDMDMDIGDDFKVSTKGKRKSYEVEHESLSQAAVEKVMRDDAEHTSGIL
GVELDIAKLLLRHSSWNKEKLIEQYMDNPTKVMVSAGIVLPEVDPQATPTPARTQTSNSSSTRRPTRSTSKLLSSFSSGS
RSSKSSSGSPPSSCASPKALKKADEPFVCPICFDDDPKVRTLSLDCEHTFCSGCWTAYITSKIRDEGEHYLRCMAEGCAL
VTSDTFIRSVLVPEQGSQSITPAEAEENLKVWSRFQELLVRHFVSCNPDLKFCPYPSCTNTVSCPAASSKLSLTSIVPIV
SCGARGIGGQEQSQSQSQSSLGGKEHKFCFGCPVESDHRPVICNVAKMWLKKCRDDSETANWIKSNTKECSQCQSTIEKN
GGCNHMTCKKCKHEFCWVCMGPWSEHGTAWYSCNRYDEKAGQEARDAQSRSRASLERYLHYYNRWANHEQSAKLSVDLYA
KTEKKMEEMQITSALTWIEVQFMKKAVEEVEKCRMTLKWTYAMAYYLAKGNEKELFEDNQRDLEKAVEDLSELLESPLEP
ENIPTLRQQVTNKTVYVQKRNEIVLEDTANGFLEGRWKWNAKVEGFDDPDPSLIAI*                       
>Ccin_CC1G_08756                                                                
MASASFDIDSDDEIDPSPLLSPGPRSGKKVAGGFRLNYDEKTPIRAIDLGGQDQGEKLAEFVTTAIDNLSHDINVKGAME
ELKLQGPRDIIPGLEVRLLGHQCIGVAWMLRMERSKNRGGILADDMGLGKTVQMIATMVMNPPTRADECKTTLIVVPAAL
MEQWKEEILTKTNDIFSVHIHHGRDKLTESQIKKKDVIITSYQTLCNDFSTPSDVSAEEEAQWVAENGGPLARLHFYRVI
ADEAQFIRNRATRASISMALVRATYRWTLTGTPVTNTLADIYGLLRFGRFRPWNDWNDFNEHVAKVQSEDAPLAGSRAQA
ILKPLILRRTKNSTLEGKPILNLPPKDIEIVKLQFSPDEREVYDSFEKSTKIRLNKFIRERTLLKNHAQVLVMILRLRQV
CCHPHLVLSQAEGLDDPTALVQGNAEKELGRARKTMGPLWVADVKKEFLLRAASVESVDFSDEDDTAAPGCPVCGDVFSN
DSGRVLSCKHEMCFDCMLNTRNGTITHDGIFGYGTEKENQEAEKAFEEAAAKGYRPCPTCRKMVDLSDAKTFKSSAFEPS
DEELRQHAQRKANRSRNRYSEKKGKKKAPSPPPDFLSDLDDSDDDLPEISDIFKTPKKKGKGKRVDSSDDDMAVDDAVSN
KSKGKRKADSDSEVEFLGMTPSRRKRVREAERKGNASDSSDVEFMGMTPSRRKRKEQEDDSPSPSNNKKSSGPSDAVLAT
WKRGDDDLEASAKMLKLVEYLKEWDDTGDKTICYSQWTSMLDLLEKLLSRHGIRTLRFDGQMDRAAREYAISSFKRAGGP
KVMLISTRCGSVGLNLVMANRIVNMDLSWNYAAESQAYDRCHRIGQDKDVFVKRLVVENTIEERMLRLQDVKVGLAEAAL
GEGSGAKLHRLSVKEIKYLFGMGPLKKPGNNGRNGSADSDSD*                                     
>Ccin_CC1G_11255                                                                
MPFPPTPADSPARPTRASRTSATSTPTRRPTHGSRQPLGANSTQSSPTRRTRSSTKAEREAAQAAATRAQHPSPVVRRTY
LHNRTMRPERSSSIASIPSILSDSTLPSLTDLFPPQKPLPLRITDIFMDNALCALCARVPVDAVSLQCGHSFCTKCTREA
FRAEFRTKLEDFLDDDAIKVPTSPRTQAEMVATIRKNGRDPEDIFRYQCPMCRATVNESPVPNYVLRSLVSELQRELIVF
LMARGTGYRATADDYYKFEGLFL*                                                        
>Ccin_CC1G_11608                                                                
MVVGDPRTALGVKQATNGNTGQNRISHVKKRSNGSTGHSIVPKVQSKENAQAGPPISEKGVAVVSEAHTPHITSGPSSSF
KDNRVSACETSSSPAGESNEEETSSISTTNMDKPLLVVHEPNGPAPYRPFTAFGVTAFRTRARLNEICILYLVKACPRGQ
NCNRIHPTNVRYYKELLQDKAATPIFYNETPGPEADEGESSSDEESQTDGADATEDHGTEPPSSPPPPSSPPITPDNSPL
EEKPSTIQPRGSREPEQWDVALSADAWVDSDSGSSAVEECQAEIDPPRPVSPGSSHTEEEVETTSITTSRRLGPGRDFSS
DEGPRKPRAPFSERSINYEPSLAPSSTAQNQASSQVGPVQRPGQHGVCHKWLEGKCWRGRSCPYSHPQLPLPSGTESFDA
ALRPAPTRGPPPPPNSSVCVKWLQNLCDRGADCTYVHEDVDYDYTLPRRPLLPVPIKKQPETMMRLIHKHIRVKISDGFE
VVSITTGFETSWVYIGNVPRKVTPEAMARLLRRHGEFTDIRLPEQITTALITVRVRFSSPLEASKACTTLNGLEVFGSTI
SARLSLDTVGHDKTPTLLNDTSVRISWEAASKMAYGGFSSRQQADQAIDKCRRVPFADRLLRATIHTGLPAVGRFTVRFE
GVPADTKPQEMKQFLSADDVMWGQVNYTSPDNGISGIQRLLKYNHSDILQFDVLPPPYKGGIITAWAQLPTSAEATALCE
RLHGRKPTCIGRTRINARHMQTLEYSLNNEMYSRVQRELEELKTSAARKHLVVSIRPRPTCVTVRLSGEDVKELGQLKAE
LDIVLSGEVVRDNGKIAWDPFFFHGEGIRFVQALQRAHPLARVSIDKIRRQIRISGCAADRQSLRTKLLSKLKELQSQLV
YTLALDGHVIGLFLHHELPGLRRSLGEENVFLDLWNRQLRIRGNTAAKDEACDARTRARRRLGMDRRRPLVECPVCFDAV
SVPITLSCGHSWCKTCMVRYMLTAIDQKFFPITCLGNDAKCEEKIPLSCASQLLCKADFETLIETAFSARRKGAVRRVDE
EQRRETMSWV*                                                                     
>Umay_XP_762087                                                                 
MCRSQTRFNEARRVDSKAKGKAKAQARAMQVDIGEVAFQCRSSERRDQLIADHDGASTLDCKQDDNTGGEHAPQADDDRW
CVICHTVPMVDAAVLPNCLHSQFCFSCIVRWSTIKRTCPLCLCSMGEYVIHSVRADDDFVRYYLPPVSLDACSIRSGPTN
VGARASAERRTIVSQVQRARSQRSRNRSQPTLAFRAHVYRHALYAAHVGSNHHTGYTACPCPSAIRADVRIGGSIVARIT
TFLTRELELFAHVDIEFVTNYLIGLLQVHRIGDDELVECVATFVGGEHKAKHLLHELESWLRSGRTELRYWDSSPWLQYQ
HTQPNPYTDAHRLSSRSAATRIA                                                         
>Umay_XP_761232                                                                 
MQSSIANNWMDDVTDPSDWKDDFALLRNLDASLRCDLCFDIYTSPVSLKSCHHTFCSSCIRTHINQSGNAGSFCPKCRQT
KAYDSELIPQPVLEVTALEWKSSRSFLVRLQTHHNTRRLSPPPRSAEASRCVIAGPSKRPQSLHDGTHGESSPTRSSPRR
SKRIKTDLSTVTTEPSAGSRSSPLTVQDDDDDDDDENDGLHRTDDEFELNRGQDTDADYIDSATSTHSSRAKRCSSQHSP
PLRSPPPPPPLPPNALDRELKADDLVECPICSHKFTLSALHRHLDSVSCYPGFPEPSPEERGLAPKSAKPSSSSWLTLAT
IHSDATSSMAASEKRLHRPQYNLKSDRDLRKLLDDAGLPTSGDREKLVERHRQWVNLWNANLDSTKARRSTLQLRKELAA
WERAKWSAKDHSALVDRQKTSWIQSNKSQFHSLIEKARIGAIKDHKLRHAPSTSESMCAADTPHGEHKSERQPHRISSSP
GTLEAASEVTAPPQSLVSES                                                            
>Umay_XP_758137                                                                 
MPPRSSAFTTCLNQSSSHGSIAANASIWPVQICESGLGSSSSTSSSEASRSRLTYVPLEQLEFEDVSFFCDFALLANLQH



PHHVDRDTDLPTSQRTSAGAKRKRSPSNKDAHDSAPSAKKTGKHVTPTHEVLDQAHLIHTSCYFCIKPRDAHDTELVLSL
KQALRATSSSIPLHLSPLGLSVSSCSTDRPADSIIVATLLISDPETRKPIIQLPVLNTDHFAHPHLDLGKLTNGLWLVSL
INLLSTSASTGTQLSVLPDFTLDVVSTPPDYPSDRLTAGSLFLRLNIHVCAAISTQATAPLAREKIIDMARLVHFADQWP
DHVDMGADVDASFVYQNLRPASLQAPEAVQHLDLVPTLLPFQKRSTAFVLGREGCVFDSHGNITKSHRIIAHDGQSNVGL
WWKQVGPQLYYNWIEARFVRDPNITLHSDLKGAMLAEEMGLGKTVEAVALILLNPDPLASSRPGWYDVRNQIDVVPTKTT
LIVAPESLRAQWIEEIAQHAPSLAVYSYQSRTKAESDVPEHLTWEAWAQRFDIMIISYSTLGRELSTAKSAPERSRRHQR
KYERPRSPLVKLHFHRVLMDEVQMIGNSNAAETVSMISRSSSIAISGTPVKKMDDLRSCFRFLRVPGYLATNSEWQALTH
PLLAPALVRVLQTIGTRHTKAQVASEMALPIQTRAVVPIDFTSIEAAFYADVWKEALSEIAYTHDGNPQTPDQQPDTVKM
RHHLLLLRQACTHPQVAVTFRSGVVGSKNLRNIDEVLELMIDSTRTELHSSRTFWFGRRIHRNILVLYRRQEDQRTLAAA
QFDDIEAEIYTNIAVLEHEIRAAASLGPLYQFTQQELQWEQKAETQEPRLVADLSNAKVDEDVESALEALVGDQQAFLVL
KEKRKARANHITQLKSLLRNLLMKLHRLLQFVGNLYFQRGEYLDEKEKEVQPQQRTEASVTNGADTTTIKLEMVNNVKQM
PNKHANTHFATSDIATIEGEHAKLVSEAQVDLKRSALDVSAMTRERQALKDKEDAAYAKAEKIRQRLLTEAREMVQIGIT
KLSRDQLTLDVNAVRVSDELFQSGGGLISQESYHGLSDIVDLLNRHAQVLFAWRESIIARLVRAVNRDVSLEHEDDDQYQ
ENLDTQAEVEVLLEMYRPLLSEREKILKGSVAVGATDKPRLFKETEAAVRVARQNKLRGIAPDPETDEELLRVQQQQLEQ
FKKLDQERQTVSLRGNLVSLTDEAEHLKSLRDNSLRAEETELARQAYLEARRIMSDQVRFLDKLRNEEKNFLTSLFNARS
QYFKEIQVISDTVRDPLFMDLEKSIQATQKQEADLITKVDELERRLRYLTHLQMVQSTDELDEAAKICNICTDPIEIGIL
TNKCGHVCCEKCWKEWQSQGHRTCVLCQTRVLPSEVHRIIYSSNKNATVQDAQAGPGGEERANQEAMLNGRSTSAVVKVQ
YHELDDSLRSSLNRLAIQGRFGSKIDHVTKHVQHILSTTGEKSLIFSSFGRGLDVVAQSLTANGIRFVRVTGAGKLGGAA
SKVFRSDPNVHVMLLHSEAQSSGLNLLAASHIHILEPLLNTSQELQAIGRVHRIGQTKETRIWCYYVKDTVEERILALSA
YKGQSLYLEGRNTSLSDGPSTFRAFKSSPMPMRSTNGDAAELSKEDAKKWSAFGKGSITGAGGTMRGDVTSNSAELLACY
FAQYLAQLGRSPANYFEPSSRASSAVDRRQATDGAMEDAVADGIVQEEDELSQMRRARLAAFEQRQATGAA         
>Umay_XP_756816                                                                 
MSAMLRTGTSSSRSSTSSVPNRPGGASRPAAPAASGPQAIFDKSRRIQEFSSSDDKCPQCKTDRYLNPRLRLLVSPCYHK
MCESCIDRIFSLGPSPCPECGKKVSKNQFTAQTFEDLGVEREVAVRRMVSKLFNRRQEDFVDLKAYNDYLEEVEEITFNR
IHEIDLPRTNAKLEQYQAAHRSAIASSANISQQESDRQARVDEEEKQAKKARAERLRKQEEAEREEREKDRLEMMRELEK
GADPDEVLQKQRKRRQEREERQRLLDLETARREKEAAQSSANGGGGGADAVDRRPWSLDMILDFEGPLAYLDDASALFQV
RKAPTALGGLEGVKGTAGYEDPWLTPAWVTKEQVARYRAGGFDWERQVWTRGIRAACEGIGTAPLASDAVEHTLPSMEVD
A                                                                               
>Mver_MVEG_01713                                                                
MNYIAPALLSSSPYFTDQGMPMMHTYHLPPIFTSQGYHPSILMDLSPHKCSSAQVNCAPVVQETATHDEDQPDIVQVWLC
SSPRNQMQEIPTSRPDLPCQQDDSNLCSRSSTVALSSLGGNSAEWASCASSPMSRTVPEMPDTVMSIHPQDVDSVVPVEG
SSEELKDSPLTYILRPYPMRPRIEFRDRSRCIFLDTSARTKQWAKRRVTQLLYNSSIQETRSWFKNTVEPSALEQCRNYY
LMQHMNDEVVPVEKPTPLCPICYTTETVMKSIVPCRHSICWKCELDLNEVGNISCPMCRRLRLVSEHHEPLDMFCNTIGL
QSRDYVHFLQLSGQVGRRNMNMVARFGEDDDPEYFEHALTDRYRWEPSASLMETLCTFQSSPRHRDHPLLQYFQLNAVKD
LCYTSAANQDLLEYKDGVLLEPPTSGLQLPPHRLYIALTHLCIDMMTLPFPSEFQSNPQYQREFLMLQLVAMFLIPTNEY
SPRDRERIADIEAWRQQGRMIIHRVQKMVQTKARMAMLQDVMADDLEYEEEQELRRQIAPPGEGCSVPGAQSVDLDRTGA
VDDAGVD*                                                                        
>Mver_MVEG_05968                                                                
MRPLQCPICAGLLLNPVTLPCGFTLCQLCLPPLQTIAYQLQVKCPFPPCNRGGFHTKEDIRHIDVSLQNLTTLVRTASSL
SSNKNILSEEAANARQHLQPDTLYYGQPASGWDATLDGLFDPYEPVRPSSLPSSTASSLLPLPPSSLTSSSPYLSPSSLY
KVIQPNLPMILASVQHKVQQEIECQVCFLVFCRPITTVCGHTFCRACLIRSLDHKNTCPLCRTDLPLYMHYHNQAPNKIL
SRLIQYLASSKSDIPPFANSPTSSGDHTTIAAALSTTTLSNTSGNNNSNNNNNNNNNTNNNSWNISIDESENEIEPSLAM
TPLFVNSLIFPRMPCYLLVFEPRYRRLLRNVLKTESKLFGMVLPPRQQRKHHHHNHTDGIGAWEPSMEYGTLLKIVSFEP
LQDGRALVETVGVSRFQILTYAMLEGYYTATSVELIHDIPEEQEVGLEKAVLHAVAHERTMRQETEKPGSAAESNEEQDE
VDFILGSHVAPSSPLPGSYEDIDVSTLNSNSSRRASALDLDTTTTTTAGTTSTDTTDPSLSSFGSPQDMDRPGTGQWSSR
RLLHSTADLSDLHTQDLETLSRRQLLDILLAFVSHMQDRLGPLATQRLQREFGDMVEDNGEYFSFWVASILPVRNYQKYE
LLKQSSVRRRLLTVVGWIKEIEQKRSMSVCTIS*                                              
>Pbla_Phybl2_165865                                                             
MVLSSSIRATEIPSTSPCPICLQVPDNQTYLKPCYHSFCFSCILKWINITPCCPLCKQLIDTLVYNVDEDKGTFQEYTLV
GKDLDGQHNPPLKPPLITSEERLHAQRKEIYNSSIQIIHPKPLQRFANISILDPQHIQRARLFVRRELPILVGSLYEPMV
EEYVESLLLIPYQKKASKRHDSSPVTMYEPSVLEPLSEWIGDLPGETRIAERFINELMGFVKSGMNYITFVSQSSRETFD
*                                                                               
>Pbla_Phybl2_61230                                                              
MSSLTNSLTKKIYPWRNEAIKVGEISQDDCCKNNDLVQDICASKVGLGMIQVSKDNQDELEVQRSIVIRMCSPLNHSRAH
FCRIREFLSKYLLGMQELYGAIDDNEKAEAGLICQKLLSQLPQIENTKASKRAKKKILLGAKMVRIFCEGQRQTLEGIQD
ALTEKNDDRLRTTYMPFVKEFQSWVRNSLPQLDDYQCSICLSVLYLPITLEVCRHSFCKPCLNLYMNDKIWHPEYPEYPP
TQSRPPDCSQPSHTLTDETASSAFKCPLCRSHFEETTYQSDVGLQNLLNFYFPHEQRRRRREDLGIIRAWFVSAHLKLSH
RALEDNNNNKKRLRDSSGRTPKSLTQQVVNLACLNPVWNVYEDNLERERQDQRAGSRGRRAQDANYYDDLTQAQGMIFLY
A*                                                                              
>Pbla_Phybl2_119049                                                             
DAQCPVCKSDKYLTPNLKLLVSPCFHKMCESCIDRLFSAGPAPCPICQQVLRKNQFMSQIFEDLTVEKEVRIRKRVAKVF
NKRPEDFPSLRLYNDYLEMVEDISK*                                                      



>Mcir_Mucci2_104361                                                             
MKVKQPTIKAAIRDELTCGKYLIMNGCASLVLIIIFSVTALCQDIFDKPQALIPCLHTFCLDCVNSLPTNYGNDAMTCPI
CRRRANSFSSNFSIQNFIDIFNNTSLDEAKEIAIISNTAVSSTLNASTSNAEGSSSSSFASTSSSVHDTRAHDEAHQHGE
AESSTAAFSTAASSSSSASSYQSVINFGTTKRPCRSCSSLNCTNYTCPIPITDENQDGFGHLLCGYCSEFMPARGFGGNE
PAINQCCSFCGVVACDEYWKCRNKSNAAKLYILSGKYYALHDLIDVDSIETKEDGHLNLAEIALLQKHLNRAGISWANAW
EQCLIDLDDNLYTSPIVRRMTPLGLEIYNTRRLPVYDNNNHSDGDEDAYYDRIGEEGVLPSMNLRACYSCAVTVVNGQFY
GYWKSLKEDGLIGHLDNRDKCTRGTRCDAQWRTPSHASRLSHIETNEDTTAYF*                          
>Mcir_Mucci2_176239                                                             
MGSESDFEDECMYEDDSDFASSMSESEGYNSNDDVNDDVFVEKQHKKAYQVDYNVLGSLHLKSKQDKEVSQVSLILGLST
EDAATLLRYFRWNKEKLFEQYMDSSEKVLRLAGVSSVSDLKHAIVLAKDLGVDFMCDICCDDSPDMETISVSCGHRFCRT
CYTHYVVQKIREEGESRRIQCPESDCAVIVDEKTVELLVDHDTNLKYRELLNRTFVDDNDFLRWCPAPDCEYAVECSVPS
TSLTSIVPTVECKCSCRFCFGCGLDDHQPCICVLVKKWLQKCEDDSETANWISAHTKECPKCHSTIEKNGGCNHMTCRKC
RYEFCWVCMGPWSEHGTSWYTCNRYDEKSSEEARDNQTQSRASLERYLHYYNRYANHEQSAKLDQDLYQKTEKKMEEMQQ
TSDLSWIEVQFLKKAVDVTVQSRTTLKWTYAFAFYLDRTNQTELFEDNQRDLEMATEQLSELLEKPLDPEKISELRQAVL
DKTVYVKQRREILLEDTAKGLQEGRWAFFVDLK*                                              
>Mcir_Mucci2_156440                                                             
MTDRFNLTQSLTCVACGDILNEPISLSCGYTVCSQCFPVSSPTSVKKSVFKCPVPHCDSATHLFGPELLPDVAATELTHI
LRHVMSNCSRPPTPSDELDPTSKLDMIASAVIPLLNCHRCASPVTDAVTTPCGHTFCRLCILESKIESDACNACSRPLPK
YSSLLSQASNQLISTIVKDFQLSGLLPCNTRETPFLNSTSLQQHNVPLFVSGTVILPGQSVRLPIFQANHLRMFRQALIP
SSRYNGLCLASVHRSRPEVAQFGTLLQIINVEHRSDSIL                                         
>Mcir_Mucci2_92273                                                              
MSLVLNCSVCQHPLVDPVTLSCGFTVCLTCLPSQQEFQRSTFVCPVKQCHNATHLFGPNLYLDNCINHIIKLDQPDAQKI
TESLQCSIGNHLLQHPITSHCGHSFCKLCALQYKIANDSCKQCQKRLPSYQFLQHQPPNVILQQVLSAYNQHDAPPMDAV
SAANHISNMSISFDPSSSNTSYQAVPIFLTDFAVLPSQKLRIPIYSEPHRTFFINSLLNCRELQSLCFGIVSRDKANHKG
RFGAMVKINSVEQRGKDLVVDVVGLDRFQVTSVLKETDDFLQADLEMKFEDGQDLLSASNTHWIDHRHQAMAKQSSKNAS
SLPPSPDSPMEDVIVSTPTLPSSPPAEPAIYTPAMKLSNRIHDFVSDLAHSTPSISFCSAIEGLLGPVWLESVQGLHGTL
PAADNAVAMCWWSAVVLPVSNTDRYHLLATESLEDRLDIILSWIDDLKSQWGNCRRTAINSAAKVGQ*            
>Rory_10128                                                                     
MLSNFRFMLNPTGNYFYQLIDPDICFDWDTIEKVLVSSSEVEACSICLYPPVAGRVTRCGHVFCLPCILHYLESSEKSWQ
KCPVCCDSICEKDIKPIKITAGHSIKEGDLINLVLVQRVHQSTLAFPISETWPLPENVVSNYIKPDISFIPWSSTPFAQS
FARFMLASPDYLLSEYDRDCKELEEALLNATDRESAEEIRFIKKSKDRVDEERKRAESQKTEEIMLALSTLDIMFEAIVK
YNKKHKNKQHPQKQDDNNCLRKLGEKENNKKHQQHDSLTDFYFYQKDDGQHVYLDPLDIRILKHEFGKYDQFPHCLQAQV
DLKDIVSSTTLQAFSSELNARSKRREAKEKQIESMRKQQPTCAEGGVIPDINHQLNNREEQLTQSKLS*           
>Amac_AMAG_03711                                                                
MKKFIRLLFLTETSITFGTASTTELLTRMRQAANHPAMVTSKFSKPGTKAAGAGTKTAANGDVLVCGLCHEPAEDPITAK
CKHVFCREDMRQYIDGYGDDKSLTCPVCFSKLVVDLDAAPVVTVEKPMTSIVGRIDMEGWRSSTKIEALLEELTNLRKQG
A*                                                                              
>Amac_AMAG_04677                                                                
MASPFLRLGSSSAAISTSTIDDPSDWPLEYRDLATFDQALRCPMCGDLFTTALMVIKCGHNFCSLCIRHRISASDTSCPV
CREDVKEADLRPNRIIDDLVAAFTSCRSKMLAVARQDPSVTRAQRATSEPADAPSPRTPHVDSAPSSDAPTRSLRKRPRR
TPVIMIDADDDYEAPNNNDDGDDDAFEPSPHTAAADHDSDPDFHPSSSSRSTKPCPVCHRRIHKDKLTHHVNACLDGTAS
PRTPPRTAPAPPPTKRARPASAEPMSRLPRVHYHTLKDTKVRALLQNAGLATRGPRDKLIARHKAWVLLYNANVDADPVR
RRSLVDLRRQLNSEERARDMHAQETAGMAGMSLQMHVQKYAVQFDELVEAARKSRDAARAVGKVEEGGVEGGEGGQGVPE
CGDVATGHGEEGMVEAAADWLETGESSMDVDEPAQDSPLDNRLD*                                   
>Amac_AMAG_05047                                                                
MSASNPDPTTATSATPTMKATANSSNARPRRGGGGNPMPGNASSAASSSSAASSSSTPQYQYQAPPQRPRQGHQSRGPAK
KVSLNHLLNFSLPPRLPSPASSNVSRRSKGKASSASSAAPFTKERYINANFRFVIKPETDYRQQLLDPDVPIPWDAIDQV
IMTTADPPGCPICLTCPPTAPRMTQCGHIFCYHCMLQYHTLEPYDAKRASNASPSPVAAQQRWRTCPICWDAIYEKDLKH
VRFWTVPAPLRPLPPGNDGRRLRPPPVRTGDAVADRAAEDAWLMEHDPEFQRVVAGNALGWVDVALMARRAGSVVVVPAS
EVGASGGGPEEVPIAGDDRAGLWTAARLVRSSRPYLENVLRADMREIDQAIADAKSMARAHPAAAPSAKQEVVFYEQALD
KLRAQIAALDSPPPAPSKPSRGNSAKSTPASSAPSTAPPSPRLPSSPGHWFYFYQGADGQHVYLDPLDVKVLKAAHGSYR
HFPPTLTLPVVHVHDSTITDDLRCRTKYLGHVPAGCDVTFLQIDWDAAACVPPETLASLAPELAARARDRIDRARAEAKA
HWLKNVPGRSGSGRTASTEFHGGVVDPAEWDPHGHVYRDAPIGGDENDLAWVVANAVGGGGAGDEEAAQVAAALAESLET
ANASRLPTASKGKGKGKATASFAQVAGAAPGWRVAGAAPSPSAASKSDWWSENAYQIDLGLDLLDLDRDRARHADEPVEQ
DHADLDLHQEHVDPLEEEYGMLDDRLAGPGAARGNAGGRGGGGRAGGRKKNKPIKIALNAGHRKY*              
>Amac_AMAG_11853                                                                
MKATANSNTTRPRRGGGGNPMPGSASSAASSSSATSSSNAQQYQYQAPPQRPRQGHQSRGPSKKVSLNHLLNFSLPPRLP
PPASSNKSRRSKGKARSASSLAPFTKERYINAKYVCCFRFVIKPDTDYRQQLLDPDVPIPWDAIDQVIMTTADPPGCPIC
LTCPPTAPRMTQCGHIFCYHCMLQYHTLEPYDAKRSSSSSPSPVAAQQRWRTCPICWDAIYEKDLKHVRFWTVPAPLRPL
PPGNDGRRLRPPPTRTGDAAADQAAEDAWLMEHDPEFQRVSAGNALGWVDVALMARRAGSVVVVPAAEVGTIGDGPEEVP
IAGVDRAELWTAARLVRSSRPYLENVLHADIREIETAIADAKSLARAHPAAAPSAKQEIVFYEQALDKLRSQIAALDSPP
SQTKPSRGNSAKSTPASSAPSMAPPSPTLPSSPDHWFYFYQGADGQHVYLDPLDVKVLKASHGSYRHFPPTLTLPVVHVQ



ESTITDDLRRRTKYLGHVPAGCDVTFLQIDWDAAACVPPETLASLAPELAARARDRTDRARAEAKAHWLKGMAGRGGGSG
GGGRTASSGFHAGVVDPAEWDPHGHVYRDSPIGGDENDLAWVVANAVGGRGGGAVDEEAAQVAVALAESLQTANAASRPL
PTARKGKGKAKEAASFAQVAGAAPGWRVASAASSAAGPKSGWWSENAYQIDLGLDLLDLGRDRARQHDEPVEQEHVEFDH
HHEHVDPHEEEYGMLDDRLAGPGTARGNAGGRGGGGRTGGRKKNKPIKIALNAGHRKY*                     
>Amac_AMAG_12551                                                                
MKRFFAPNSRRPLTSSPAFPRGSVQQDADYDPRPASVMAPAGNSLARFSTVSSTATSLLTPAPTLRPYGTWSGLDHPNLR
GVTSLDGAACFPAIGKSKRTPPRAPAKEQPVWATHAPLRALAAPAAYLMPLFVAASQGPAAGTRSAVMVLADALGTELAH
LHTAISRHLDRNVRMPLDTCMRQLNEVAANHNVRVMYALRKFADRYERDVLPQLVKHVAPTRGVPATVESLVRTDGRVAE
LLAKSHRGSVLDLADTAIHRVVRKRGVAKTLFAPLTNLSQALHELATCASFIDHTVANMLPLVHGIATALASGEWTENCA
RDAASSALTRFAEWRQTIVSILDEIKTGLATLYLPANEFQCPICLEIMAEAAILSCKHRFCPPCLDEYRRQTNGTTPGTV
FVTFTNDEINSVVVSQTLLDDEIHGLLGHEETAPIESTPTRSSSSSSSSPTVVSDSAPSTPIPPLTPPANTNSTAPHPPL
IGRRGTFTMQYESPFLPANADANRPLMVRLPCPMCRRVTVTARGRPLPTDPAWTEHVAQHFPREVATHKRAAALTDAKQK
VTTAAKAVQQAVKSTRLLGRPVGVAAWARSNRGPQAPRAVGAWA*                                   
>Amac_AMAG_14301                                                                
MLSEVSTVFVLTWTVPAGEPLSGGVDAYYGDWYDGRAETFYRLGLVAKLPKWYKPPLGTNRWPAQQDISAPWCELCVYAR
LDAINAALRRDEYFGLLYRQSLPLPPLYVPDTLDALVPTDGVIPPPGFRLDLSSDQQRTVAWLFERTVLRHVPPILQLGP
HGMSFNINTRNFARDHHDWDHLHLPMRSLPVRGALDVSAMGAGKTATALALMHANPLRSVRDMPFSRGCLVSHATLVVFS
AALVGQWVDEAKRVLPEGAKIVSLATIRDHKSTSWDDVLLTDVVVVTRAFLQKLQLLAPRGQYRGPTRLLLAAQVLYRTA
IAAAVAKLHAAVERDPDFAEKLAAVGVTAAHAGVLLVGETDVMDRLAAAVALPREPETPVAIPDAGDTVPTGPELDKLVL
DVVAACADLADVRASLNLVAAQHRFMATVLTTLARSDAHVECPVCLDAIVPTAPVVITHCDHVFCEPCTAQIKTRGCSIC
QSPLTGADSTLSIARGNSQEPKVDKNGTKLAALTRYIHRVTGADPTAKLLLFCQFKRLFTLLRHAVVDLGVPAVSMAGGT
VTTKRNALDRFRTNANVKVLLMSADESVSGLCVTEASHVVLVHPFVGVAESVARAMEMRGIARVVRAGQTREVTVARFVA
RGTVEEEVTRWRARAW*                                                               
>Amac_AMAG_14510                                                                
MPLFVAASQGPAAGTRSAVTVLADALGTELAHLHTAILRHLDRHVRVPLDTCMCQLKEAAATHNVRVMYALRKLADRYER
DVLSQLVKHVAPTRGVPVTVAALVRTDGRVAELLAKSHRASVLDLADTVIHRVVRKRGVGKTVFAPLTSLSQGLHELATC
ASFIDHTVANLLPIVHGIATALASGDWTEDCARDAASNALARFAEWRQTIVSILDEIKTGLTTLYPPANEFQCPICLEIM
AEAAVLSCKHRFCPPCLDEYRRQTNATTPGTVFVTFTNDETNSVVVSQTRLDDEIYGLLGHDETAPIDSTPSRSSSSTAA
SESAPSTPVSPSTPPTNSTSTAPHPPMIGRRGTFTMQYESPFLPANAAAHQPLMVRLPCPMCRRVTVTARGRPLPTDPAW
TEHVAQHFPREVATHKRAAALTDAKRKVATAVKTVQQAVASTRLLGRPVGVAAWARSNPGAQAPRSVGAWA*        
>Amac_AMAG_15265                                                                
MDGTNSEEVTCQVCKFSRYLKPNLKILVSKCNHRICEECIGRVFKLGKAPCPICGTDLRKQDVIAPVFENLMVDKEVRER
RRALRVFNKRREDFATLREYNDFLEMVEDVVFNLVHDVDVEATMERMRKFQRENHDQIAINTAKLNREVEAQKAFVEQEQ
QQRLAARAEQLRRRRDEEQAEQSRAEAILNEMASSSRPADAILAHHRQQQMHVVPHLSVGNAHHQHRAGFGHVVADVVTF
SDVDTVVDAFATLEHDDAVEEGIHPYAHSHPYAPAHVAIPSPWAMSHHAHHNAYAPPVYSVPPMHAAPAPTGAADALARD
LRAMLRIDVPMP*                                                                   
>Amac_AMAG_16295                                                                
MSALAEKKLEIETLQTEKAELRKQTDQLKVIILKLQNDKAEMKKELTTQAEHVAKLLHSDNVPSAEIERREELRSIKERD
NVIQHQQYTIAEIKSQSEGLQEQIRTLEFQLDQVRVFNLKMEKQVKVSSTKEEEWREEVARLQKIEAQIRQENEQLREKL
KEMIHATEGVNVQFLEMKKNVEAKREHFAQLSQELEEARNLYAVLMTQKKQLQSELGVMVKQRNEAIDNNRHLETTLLKK
EREINDLLGKVNDTIKEYEGKLTAKEEQMWAISEKLNEEASKKEVDMSAVEREFLIEMERKIDAQARAHAEEMEDLVKTA
RLRENQVLEMTKKLNDMETQQYEPRMERLRAIEKDFKSRMEEYLLAEESLETALICPKCLQFVQHPQTLTPCGHTFCRDC
VAQMKAEHYDRVHCQECPEVTVQDVFRNEPLESLTERFTRRKSLMISMMSWIKVLRVFVPGSQVGAVR*           
>Bden_Batde5_26718                                                              
MNKPTQPFSSHRPIGYKSPIYAAAIQDHLSRLHLVSGHASSVSFLPPIPGISTKRVKPKYTLNTRQRQLEKWHKDAKRIQ
HDPNLSQPISKKDKLLVEENGFDRVLDAPQKPFTLGSILLSCSHIFHKSCLESYERHVQMKCCPLCRDTTYQKMLTAEGR
RACRRISAIKIQKTWRMWKCRKAYLEYQQHHPPKHPKLLKTYHLNKIQLSTLDWDQVYIKACQLETDCCAICIMPLNPTK
TSDTASKQIPKKRHRLGLLSCAHMFHWVCLERLERFDIDRKVHVCPVCRRHYEKLEIQMDSKQETLI             
>Bden_Batde5_85620                                                              
MTAPLIDAVTTDDSHVSSVETSQDLAVSDSTCTPRVQMHDLEALNLTPEEFAWLSTDIPTIQPNQDSHAASSTEPIEIFN
EKKRKHAESNGSDAHLYDEIKSDTLLKQVSGTISNDHNSPLKTPQKNKLHQFFSKQDSPASHVSISTPSTSQSHSDMPHV
QTNPPSSRLDKIQFPALIGEMTAIAVSMCKGTGIIKAGDRITLLNPLSSATKSKNLYKKHPLHSNAARSGKENTIVRLYR
LDGLEIGKLSTDCASMVKTLLDHKLCKFEGTVLLVNDRIHILDEIILTLKVYFIQEAFTATTAHQMNTVESDTVEAVARV
RSRKLALAFMFKRIDIAVWNSTQDESNSIQSSESDSFPAAESTEVSGSDLAMIYKRANLLGKAVGQMQPSSGMTLDLHDY
QTTALAFMYAKENRDDMDSMGISPLWTELSTKTGFPFYYNRFSGELSLETPKETHCTGGILADEMGLGKTIEMLALIHSS
RLDLTKSERFSMGQPLSHATQVNCLELFLVVCPVNLLAQWRDEIKRAFEPGVIRVGVYYGNERERVDTRMFAKKTSPDII
ITTYGTLKSDYSNFLKNSPMYAIKWHRVVLDEAHYIKEKSTAASKMVCALSATNRWAITGTPIVNKLDDIYSLIHFLRVE
PWCQFCFWHSFVTIPFEKRDRSALEIVQTILEPLIIRQVRMKDMRNQDGNLVISLPPKTIDIKYLNFSPDEQEIYDSLLK
HSRHKLMELKIIGKADYMHVFQLLSRMRQMCDHTLLIKSKSLCTEADTASMSIPLEEMIKKYTRGNNSAEFFSKLADDIA
DSSSQECPVGPSSVVLPCLHVICLPCVEDMIEKRSAKGEEGVVCPMCRQSCAESELMKILETQQNANATSPRLFASKDAP
LHAGSTIRLQSIKSIPSKKLNTLTNDLLTLQKSDPKIKSVVFSQWTRMLDLVEISMREHGINFVRMDGSLSQKNREKVLH
TFKTDDTVTVLLATLRSTGVGLNLTVASCVFMLDPWWNESVEFQAIDRVHRIGQNKPVTVTRYIMRNSVEEKMLEIQHRK



AQLAGVITQPEMQKVQLDDLMSLFD                                                       
>Bden_Batde5_9163                                                               
MDSDALDDLNDFDDEDNGKEDYFDDEDANFLPVLAEREIRKPYDTDFVVYSPAEILQFQQSEIVQVSGILGCCTAIAATL
LRHFHWNKERLIESYMDDCDKVAVDAGVIMDASQQPKPTVIEGFECDICCNNDTGLMTLALSCHHRFCVDCYRHYLTLKI
AEEGESRRIRCPASGCCIIVDEKVVESVVIPAIYQKYQDLLMRTYVDDNIYLKWCPAPNCEYAVECKVHQDQLKELVPAV
TCRCGHTFCFGCSLPNHQPCICYIVKFWIKKCEDDSETANWISANTKECIKCSTTIEKAGGCNHMTCRKCKHEFCWVCMG
PWSEHGTSWYSCNRFEEKSGIDARDAQARSRVALERYLHYYNRYANHDQSAKLDRELFEKMEKKMNHMQDSSELSWIEVQ
FLNKAVEVLQLSRMTLKWTYCFAYYLVRNNATQLFEDNQSDLEMAVEALSELIEQPIDPTTVSKTKQLVLDKMAYVSSRR
EILLVDTSKGLLEGRWKFTI                                                            
>Bden_Batde5_13326                                                              
MTTAAGIADGALDNERCPVCKSDRYLNPTMRLLVSPCFHKMCESCINRLFLSGPAPCPICKVTLRKSNFVSQTFDDLYVE
KEIQIRKKVGRYFNKRLEDFAGNLRLYNDYLEEVEEICRLFNPTWSL                                 
>Ecun_XP_965913                                                                 
MNCQICTGSTDVSARYDCGHQICMACAVRLVFLYMQSGCPLCRGTTEAVVFSASSPACGTSRRQWKGREAPVAVFYEGAD
VRDRMEDLLSNKCQKCHRRFGSLKELKKHYAQHGFVLCSECIGNRKDFWNEIRLYRSSTIRDHKNGSLEEEGFSGHVLCI
HCKIYLFDSDDARRHCNLRHEACHVCDMVGIRYQYYSSFEDLEAHYRNAHYCCTFQTCRVGKCYVFPYHTELLEHLTRFH
KVNARLSEIPRPGRCSIPVMDPFKRKKAPARVSVIDPSGGNARAPMAHRGGSRQDTASPSTEAELPKYLNRNILEEERRK
LQKRRLVIDRICKAEGNEIEEIINEFLGDSIDVTEAFNRISKVTGDAAALKLFESAPFGPKQSVVEGSIKALRKRVMFPK
FVPSEPVRYREPERKGPGFTVIDLHKRK                                                    
>Ecun_XP_955616                                                                 
MDLCRICDCRISIRCETTCGHGFCYLCIKRHLGTQDFCPVCREDPCFVREPGSSGSRWDNEGHARNGDLDRKVLESLCRL
KRYIKEERVCRW                                                                    
>Npar_EIJ89076                                                                  
MESVELFCPQCKSNSYINPGMKIFVSPCYHSLCELCVSRLFANGPNQCPECNITLRRSNYMSQTFEDVSIERECRIRKII
ASQIGKSLEDYSDEEDYNDYLEQVEQMVLELSTLKAPKEVLSRVQEIKEELEKEKSSDTESAKRRKIDLSVSQEIISTCK
VSIKYLFPPEAIDHLTIPKRVIASSVLSNFNNFKSLTEILIQKASASLTTPTL                           
>Ttra_AMSG_01397                                                                
MKRQRKDGEGSSGMAPPPKKAKAKTAAKSTVMFGKNKDLAAFKKKQLTKKVRELRNEINRLEAANESLQSAKATAVGGLS
ALSRAWDQLDREVTRALVASGAAPSSAADDLDAAIAARKDAGGTDALQRVAPVPLALAGSESEDPESAAAAALTAAVGDR
ITRSAEALSLLVSTGATGSVGGEARVAAAEAAARRHEASADAHNDAIAALEAKLLEMRNERDAALEDLRIETNKTGKLRD
AEAELQASLAETRDELDTARDEIRKFKTRASSSTVTVGGVGSSPASSAQVAELEEQVKQFKALAEAREADVIALKEKRIE
ALTTVGKLEAQVAGILTPDVLKSSPMFLHMQHREPELLAEIDQLKKELAAAQASNEELAQLAAGADAAARAALQQTLEEA
LGSAKRADSLASRYRQERDDLALRLKKAEAARAGTDTKREMYDRLCQSLDARISEMSAAAASASASADTASQVAAKSEAE
LRALSLDELVQHVAAFAPAAASAGALGPQLEALAKALAAAEADSTRLSKQVSDLSSRLAAAEAARADANVVSATAKQERA
LLTKKIGRLQDKAAAQSEVIAKLEAADAAGRTALEQVRAASTRLENELTTAKRIARTATQAQQAAGAEAAQATKALTAAQ
TKAAKLEVQLEDKVAELKTAETKTKQLARKFKKANASRSSISGTGDVAVLAEEVDMLRGLVNCSVCETRTKDCIITRCSH
AFCRVCIDANLAARNRKCPGCGQAYHKDDVQSMYL*                                            
>Ttra_AMSG_03173                                                                
MASASVLGPEQDAVIQGGKLVVRTRALNAYLVCELCNGYFRNATTVSECLHTFCEPCILRHFDSGSTKCPTCETDLGADP
FTAIRQDMALKSLVERIFPNAGPGTEPSRKKKRKRSRSKSTATAAGAGAAETPTNDAAAAAEAGEPEAKRARKLENKKSA
AQSGRVGDVSVTTKYLGMDKSALPPNVSVSSKGIVTVDNVDWVKFAVHPDPNDAATLALPSIASVMQTKASIDIKRLAKH
LRKKLCRNIPGAKIEILFNGEVCAPEFSLEFIIKTRWHSRDSADVLDLTYRMIQS*                        
>Ttra_AMSG_06791                                                                
MGGLDTDTGTGMGILDTDMGTGMGILDTDTGTGMGVLDTDMGTGMGILDTDTGTGMGVLDTDMGTGTGVLDTDTGVATAG
ERTIATAGEPTSDTIDHPTWAWNYGFVIPPPPSSLGSEPSFLADIAAYTRASTARSRAAQASPSVAARAKAGFPREMRPT
VWRAFIGTNPSHDYAALTEAVASGSLGELTSTTASTLEELEDQIAKDSTRTFPGHPLFTPLDPNAPPSAAQIPYLTAMRR
VLLIFAATHPAIGYCQGLNYIAAALLSFATTGTPDVSLEAETLTYDLLCALLPSLPDYHGHNLLGFQVDVCLAEHDLPLD
MVVTPWLITLFTSVLPLETTARMLDCFICITPLVVLKTALALFLVLSPALLAASSRAELMELLRRGPESWYDADELIATV
FSPVCELDRSKLEHFRDLARASIVDDPNFVFGSAEPSAAPHAGPRGSRIAAVRRAVEGLVAEAALASEITDASPSLLEFC
QAFEAVMRHGFKDRSGGLFSRTPREFWEYVEKVRKYHPHAAPTIKSIAAMSELRSPLGRARAWIRAALVEARLEEYLVAL
LNHTNLTKEWYADHAVLRSHVDVLALLAQLARLSSINFALCARDVDLDSSWRPLSGVNATPAPARAAALGSDAVGLLPDP
ESRAPHRCPLCGDRYAQPKMLDCLHSFCALCLISLVAASVRAGSPASVACPECSVHTALATSHPLPKAELAAALHALLLP
GPHRAALAAASAAQQHPETSPARKHPRTPEPTQPEPAEPSDADGLSFDMRGELVESPARQNLRIHLLMGDHVDDATLLAA
SAVLLLPTNVVLERDVVGLCSQCDEWPGTCSCKVCGVRLCKLHARVHHKITLLSHRVLPSLPPPPLPPLCPIHPEYPLAL
QCMPCAKALCGACVESGRHAAHHTLPLTVHGANARNELTAAAAHIAATRTAIVPHMPFAAREARALADARSSVTAAFATL
RAAVDAAEARCLASLETAELDGVAARASRGVPALRYNMLARALPLLDHAQVTVDATIASATDTELGLLEPVLTRHLATLP
AGGIDLDAATSSPEAEAARCNARDRLVAAATALDVSDMVAQLAALNL*                                
>Ttra_AMSG_11145                                                                
MSAVPAELFQPAFKQGSPLWCIVCAGILDDPQRLPCGHVFCRVCTYQLCELADPPLCPLDRSTFSLGAVMPDRNLRAIID
EHDCKCSNAAAGCDWLGEFQALPEHLRTACMLANTACGQCGASVLRSAIESHAAACPMRLVVCAVCGDDSVLAAELDDHA
ASTCPQAPESCKCGWHGVRADLPLHESHECPEKLVPCPYARFGCQVSFPRRETAALDDHVASSAADHLLGVVSIVDELAK
ENAAAAARIEKLEARLAAAPPRPATTSRSPPRAGSHRRTTPPSLSDYARYRRGESTSSLSHLLWSPAQPPQPAARDTLPL



GFNYDGLFGGAAPHDTLIEPANRQIISDSDDSDSSEMESLVRSHGLAPWRFPALSDFQAAVVRIILACQGPTTGVSFLSI
SHQISQLPAAIEQDATILDTISFLTSAGILIQIDDEYWRVSRDYARVIGAATAAASPSAGLATSSSPSRSSSRRTASPRS
SPRSSSIRVRRR*                                                                   
>Ttra_AMSG_12150                                                                
MAAAAESQKAPRVRWEALEMRLRPMLEAGSELVQAGEHGEAAQLYADVVADVLASSLVSPSDCVYRSLRKAAMRCAGASA
TSRAGKLGKALADVLRWKGVMEVVDAAHATLADVSLGDVGTRLAVAESALASISSVPYRPPRVVARMIERARRSLAGTAV
SQSSQANILCGVLGNVANFCYFDTCPLCRSQMANDALELPGCLHKFCRICISSFLARRTADIGWAELPAVLSSSPELAIC
PVCKAYIDGDVLVPILDAHVVATRASSHRDMAAGQIRPKTHRQYRLTVSREPSSHLTGPSNPSYPAHAAASSAAESEPQH
EAESEPGELTSELTGGTEDLTTPMRQGSAVRASSEGMVVNVSVVDVPIPASPDSDATYTATATDAGRPYDGPVLAGTLSR
MQGAGGSLAGGALADADAGAFVFTIDSRELDVFQLADLEVVASGKLGAGRFGAVSRMRFHGLDVAVKMFRNANTARGVEE
LIREASVLRDVRHPRCLLVMGIVVSDSGLGIMTEYVAGGNLAKWAAGQAGVSLDNHLLPALRILTHVAQALHYLHSVREL
VHRDVKPLNILISREGDAKLADFGLSSAPHLRVRGFSERYAAPEVLMGDVSTGTCIDVYAFAVVAAELLLRQRGFSWLGP
RRDDNDEGVRRLQQGQGNVYRKPFDTAALDRGMHALDQALPAPAVARLRQLLDDSWAATPDVRPTMLDWLTMLAELGIDL
KAGGRNTKTKRTAPKSVDPYLGLLVDLYRYLARRTGSKFNATVLKRLFKSRSNMPPVSISRIARYMKGKEDQIAVLVGTI
LDDERMEEVPKLTICALHFSESVRARIVAAGGTCMTFDELAIARPTGSNCILLRGQLSARKANKYFGRAPGVPNSSTRPF
VRSKGRKFEKARGRRASRGFVN*                                                         
>Ttra_AMSG_12317                                                                
MFGRVRNRPTELEAHLAALVDPGVDVKPSPSVADILACVAELLGPDSRHASRWAAIMALALRAVLATAPEPSAPASVLQH
LVDVVPLALQEPIMRLVASAYSRLAGGAGARPRLESVTDLDNLIADVNTVRTAPLADMLSGTACVEPLGQCILARWLIGS
LAAGVQPIIVLGASKMSKGEAQRAAVAILVKALEDKPTWLTAPLASDLRTGLAQLALYDGDYVQSKVPDVARASGVSAGG
PEQIVAAAAGMCAIVAGKAPPRSPPTVAAATATPIASFNAIASLVFSASTDANVALLSQILARDTLAPALPACYRHSLAA
GAVIGIDAKPNVAASIANVLASHEWIYRRIHGGTAPLATAHRLASPLSDALAVLYAEADAGAPADMGMDDKLKQCADALA
AARTQIATTASASNRRKRKFALDASESQAPNKRARRGPTGESWLALLATIWPTLPRDVLEAACDAVGDGGSAWLAEHLAD
AGAAPEAMHQAGPIRAFAACLAAVFDVVGATPWMDKAVKWDAGRLGRRLDALGHAARKLEHLDVALPEAPGLCIGMLPDR
AFYVLAGIMLATGACDAERCINSATIELGLGLSPGSFTRWRKAMSGLISSSSVWGGGRCARMIQHRVERLTASGALGAAP
LVPLWHYLEAEIRYLESAGSPDVLHAYLRGLAEETAFFCNLTSDSFSFLHPVAAKWMYESALAIGKPDVAVVLAQFAPAV
KNDDVFDVIRAKASKLRLAPLLYLWDLELIEGVALAMRRSGPIGEAQAARLVSTTLADPLRNTNNAPAVRGALRTDLAAR
FLRWLVRDELCIYSGNPVARRADTLLRIVLMSPISAVPPERLVKSLIPVLVCFLADNDVDDLLDSLERSIALHSYNAEVE
KAWEEPPEADCHDADHATPLSPALPICPICREASVDSKLRCGHSFCQPCLVAQFQSRSRRCGLCRAIFDLDHISLLDTRS
*                                                                               
>Ddis_XP_646116                                                                 
MSEILIDSELLSCPICADTFVDACDTGCGHTFCDFCLNSCLENRPDKCPVCSKDPSPVHPAFTIRAICGAVAPHVVEDPS
MTVESEKELGNSSYYKNKYAQAILHYNNAINKCTHTDPKNSYLYNNRSQCFIHLRQFKRALDDCDEAIRLNDDNIKAYMR
KGLCLRMLGHFEESRAAYNKATILDKGGEWKQQIQDGLRLPASAPLPQQQSQQPQQQQPQQPQPQPQQQPQQQQQPQQQQ
QPQQQQQQQPRTTQPTYTAQPQPQQQYYFPYGQQYTSNYPQFNQNHARYQYPGHYTVRTNGIPNHTFHPNYQYHNMQQQQ
QQQAQQQAQQQAQQQQQQQTQQPQPQPPQQPLQQPPQQQQPPQPQVNTSTTNVNTTVQPTTTTTTTQPTSTSASSTSATS
SSNLNNARTTSQQSLGSAPTTGKGRGRSSSGNCKSQ                                            
>Ddis_XP_641217                                                                 
MNMSSVTLCPVCLDLNIEPQILKPCKHRVCLKCVNKAKESDGSSKITFKCPHCYVDVKKYSTDTFLKQLVDDVKSKTNPC
HIHANQVYFSVCKMCTVPVCQTCVITNHNGHTFAIPDDEKYREIIKTTAKKICESAASLKKDIESLTKEIENLRDILKND
TEKQMESVQAKTIVILKSVQMGEYKIKKQIELAVQKSDSTFSFFYEQLKLKYEQIKDHVELEKSLGQTDFNIYQIANFIS
NISSIEPTIDKYNSEKKKIKDTHHNKLYFNKETADEITKLFGKLFVTYTCNCSNNSIEDCECALKAIENSQSESSLESES
SLSTTPTSTSTLTSISTPISTPISTPTPTATTTSTPESSPTYISQQLPSQNIKPVLPSSSQSSDYEKQKSNNVVNEKTQE
QQQQQQQQQQQQQQQQQQQQQQQELQQELQQEQEQLRHQEQQQEQQQPSNISPRLRHQEQQRQQEQQRQQEQEQQQQQQK
QQQQQTSNISSRQIKQENSQHTPHKTTTETSIIRINAVFNTKQQQSVDSETKGGDNLKTGVEALDKTPGEDEINQSMGQN
NLKALISKSQMENQHLPLDGETKGGDNLKTGVEALDKTPGEDEINQSMGKNNLKAFISRSQMENQHLPLDGETKVEVSEQ
IANAPRRPPNFEDPVCKVKSIFFLCGMEDKLHLSRCVKYTPYKDEWSFMPPTKHKRACVADAGVLANGIIYIFGGNDSLE
TYEKFNIHTNKWENGGSIPNGGGSSMSATYDKKNNCIYLIGGVKFNQTSAKIEKCTFTQNGSLHFTTLVSLIHPRYYCFT
ILHNDSLYIIGGTNKTKEESYFSIINNIEVLDLKTNKIKVLYDKLDKSENRIEGVCFDGENFFIITIDSFFTLNLYNFEI
HHLAYPPITTMRFGFSMTIGKDESYPPSEQNIIYLVGDRSTTHFKYHISSNTWSASPSRRPISSYFHAAVVEHET     
>Ddis_XP_640361                                                                 
MVDNNIIEKVKDEVEKVDEPIKSKNPQENVYKRTYENIGNSSRRSKPLDINLETLLNDNKKKTVKKIKKEDKSDINSSSN
TIKINEEVSELKPTKTGLNDSTNEIESEKKDTPSTSTSITSTNSTTTSTTTTPPISNVISVDSTDNEDYQPKKEIKKKNN
KKVKNKKSKEEECIIINEKKEINIDQEEEDQPTQEVDYSITNSSSSLISPTKSNSILNIKVIASKTEETTVKPIKPRLVI
RNELEIRTKHLNDYEWGKKMNEVMGLDNTQIPSTLKASFRNRSGGSFLKALAMAKDYLERNNKQIKRDISFLNTDPEIGN
EDDEFIDLENDSDNNNNDDLDDLNEIEDLNKISDNSDEDEYEEELEEEDQEELVEDGDEDEALLEKEADDEDDFKEIGSG
GGGGGVIDDIIKNTPTKKQSQKGVDFNSSIVLDDNDDMVGGNSGNKNEIVIDLDDDNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNGNTTTPIKPTKITPTKTKQSPQLKSKSPLSKSVSPVSSSTKKVKKQQIVELESSDDDLDDLLKPTIMD
SLFKGFDYTTSKKTTTTTTTTTTTTSTSLNNNNNNNNNNHNNDNDDDSEESIKRLIDRSLDDLDSKRLIDFRTPSRSNST
TTTTTTTTNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNESIEIDNDDDKDWFKDINKRLVTNYNNQGDSKEWLLLLKS
IDQCPLLIDTKCKNIINGEKLYFRYEPEKLPKSFLPKTENRLPFTCYSQESKEFYGFLGFPSVDLNALILPLIRKNYIRL
GGTAILTSYTQGRIQGYSLVDIYYSHEGQIIDRVDRTTPNVIDESDFIDSQYIKVCRKLLDCLLLGPSQFPNILNGDGNS



GNGGGNKNEINPRDLFVKKALLTTEAPDSLKSQLKHHQKEGLWWMLGREQKPFITYNMSVEEYWRLYKTSPIVGEAASVE
FYYNCICDKISLTPPKSKHKIAGGLLCDEMGLGKTVMSIALIMSNHPVFSTHRQQKEAYDEIKDQLRNRNQQLRSFQKSV
PKPKATLIICPPSLVSQWKSEIKKHLKPDYFNKLEIFEYHGANRKKKLSGVDLNLMDIVITTHNTFGIEFKKYEEDMQSA
YTNNANGNDGSIPLPALLTIHWWRVIIDESQVCKIKTLIFKGLQNLDAIHKWCLSGTPISNYLDDIYPSLHFLNCYPIAQ
DLKTWRKLIDRPKNLELLKKVINPILLRREKSEILDFKLPKKNKEIVYLDFNENEADDYDTLFSVAQETLQKISCRGGIL
KNYATVLALLLRLRQCCDHFHLIRHIDTSTDVICNSCKDIAVNPVKNHCGHDFCLDCFEDLVRNPDNNNNRVSLCPECDS
ELILQDNTNGDDSNNKNNGKSIKKIANLNNSKKSKTNLSKKSQYLDIERQDQLYNQTERQFQNELHNRLNQLIERQRENQ
EAKQMSKIDSLFSTKVKTLLGDIQNDLIDNEDNADEKCLIVSQWTSMLDLIEESLKQNHWVKNTHYVRYDGRCSHQQKDK
AIKQLNEDDDVRVMLVSLKSGGVGLNLTRANRVYMVDPWWNEASEVQAEGRVHRIGQTREVFVKRYIMNNSIEIRILELQ
ESKNEIANALLSDDYDPTKPFKNFKLNVEDIKLLFKGFKK                                        
>Ddis_XP_641462                                                                 
MSTTATSTTLNHCGNVCTNNSLHHHHIINNLNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNVKNNNNNNNQICSNK
LNSEGIKIITIKVVGARNLRKKDGGKIDPYVEVKYKDRIETTKKLKNTTDPIWNDEFKIEIKESDRLLKPQPNIILYVWD
NEMFIKNNDIGFATLSLETIAKENVFENWLDLNNNSSFGMVGQIHIRATITTPDDIEYNMDEWFVLDSVTKGRSGSNSSN
SSSSSSSNSSNNSSKTSPSSSFRDVTNINQILDSQKKLLSIVTNNLNNNNNNSNNNNNNNNNNNNNNNNNNNNNNNNNNN
NSLNNINSNYNNNYNFNNNNNNINNNIKNNGYYNPFQTTTTTTTTTSSSSCKSSGSSNVFYENNYNYNYNYNNNNNNNNN
NNYQQTNFELNGSIDPEVLRMLLSEGEEEEDSNRDQDMLSHCIICKKNFETQPDYLFLMDDCLHNFCKSCLKNGILNQIN
DQMDEGSSLGQIHCIHVDCNEKIQDTMIRMVLNDSEYEQLLNKQLEQVLHNNDNFIKCPNCQEVFERIQQPPLSPPLISS
ANTTATTSASTSPLPQSLSNSLSNSSFTSITSLLSTSSNSNYSSNSLNNNNNTNTTTTTTTTTTTTTTNLIKKRNKLNLL
SPDGTTMNEESARHREEFRFRCTNCTTEFCSDCKTSPYHYSYTCEKYTEYLNSRKCRFCLSPIKVTFGINLKQSEICDSE
ECKEKLDNCCDKQLSCGHYCIGVKGEKKCEPCFDVDCVPKGHFNNDGYCNICFVDSIKSAPSIMLDCGHMFHYGCIEKQL
TSKTGPRITFHHIDCPLCKKQMKSHPAINHILEPILKNKAIIQSKAMERLSYEGLAKCKEIQDKNSKWYQDPENYSMDRY
VYYSCFKCKGFYFAGQARCDEGVEGGYKDEDLICGSCRGSDGKECKVHGWDYIIWKCQFCCSIAQWYCWSKTHFCSQCHA
IQNGGKYLNKIPKTEIPRCEGPDKCPLKVDHPHVEEFILGCTLCKNLKEF                              
>Ddis_XP_638692                                                                 
MGEFSKSINNGSSWISFLNEIKPEDDEKSIQNQNIIDENENYNYYLKNTNSNHSNGYRDIRNSFIFKDFPDSTIFNEEER
CTILKSIQANQTNTPTLEGIKSAENNYVRRLALKKNRFSLDNQDYKGSLKLKMASEEIDKLIFSLNTPRVNNSDDNDNKN
NSENNENNDSILELQKPTINSILEEEEEEEGGVELEPIFIKPNEIETIPKKSLSFMEDDFLKNLDLINCRMLMNNTFKED
IKHDEDDLNNNNNNNNNNNNNNNNNNNEEKLDKIIEEEEEVELENVKEFVLNNQKEDKKEETEEFLEIKETFMKLGEIIP
AKNEIKMDHLIELSIECEMLEECPICLNEIDSINVFKFSPCSHRYCVDCVRKYFTDLIFRQTEIVCPHPKCDSVVHDFKI
KEVVGLTIFKKFEMYKHLKNLKSDNIIYCRSCQNPIPYKAVVALNCSISANGGTSSSSGSSGINSNDGATDNKNGSINGM
SVVVCDSNGCGTKHCIECLSLEHPDRTCKENQKIIHDALSPEELKTLKYLELNQIKQCPKCGVLCSKADGCEYVMCLTCN
YQFCFLCLEVHDHNLANHVHGPKYQEEIITSDNLYGNYYNRGYQNGNKHKKLKKICKNILIGAGIVIATPIAVSVVAVAA
IPYGVYYLAKKNEERKKKKKTKKFERWANGEYKRRKEMGVDVSPYIEFAANNYAVNHKAK                    
>Ddis_XP_645654                                                                 
MDRLLNCPNCLKVFNNPRQLECDHILCTRCIEGVYNPGRTPIIKCPVCDKHSIVITSIDKSFPLIHCIEELLTYKYKDCN
YDDSLSIPLNNSTGSSNNNNNNNNNNNNNNNNFVINNSNNKNNGATTTTTTTTTTTNSNSNSTKSKVVVNDSSPNLISAS
PKGLGSSQGSLTTINNQKKLTLSPQRASSTTTTSVNKPPLKLKAISSPPITPNVSTPERCFVINDKNKHVMISSETTIHN
VSGLSSISTPIVSDAAIAELSKCNDHDQKKFTIFCTDCDQLLCDECLNNNQQQHENHQLNKIIQEAEKRIGDIESMIITT
SLCPNRLINKKNKIEKIIQDSALVLKDTKLKITTDIDTMIENLKERKNALISQIDKEYEEQKLELKDQIETINTTIVDIQ
NNTSITQGIVSLYLNQVDSEMLSTSLLKKYSDLKRMDQLSDKLSNNLEQNIEWKWEPEYHFPQLFTRSNGEKTTVVYRTK
RVSVGVSSSPTGTGSNGTPQQQQQQSANGNPTIITTPPLPPISANSPSPTSSSSSTLIGNIIKRSSPPHLPLSSQNYDNF
GSTPPRLTTKLSSPNLSISMPTFPQSNSVQQNGSTSSIMKQQSHGSKLNDNINTNNNNSPSPTSSSTTSTNGSNTKIQLK
NPVFGKLLTRKDSVITARRNWIYGFSDHQVEIYDNVTKVWRGGSKIPKKSIEYSSIYDNNCTIYRFGGKETPNDIYCYNV
DRDIWEHNKVKIPSKRNAHCSVFDGLRYIYLIGGADRDSSKLLERFDIETQQWTKLASMKFGRSYFNAFYHPTKRCIYVL
DGYVNKDKKSSVEMYSLEKNQWSVICEINQPRYLSGVSFDGSKYINIIGGVDRSNSRDIKTMERFDTSTHKWEILNNEPK
SLLSHTSSSMNLMVVQSPQLKKNNSFSSISSHSSLNSSSSNNGISGSGGSGGDNEIPTEKMQFFNTSFFDGEQFIFFYGI
NIDEHGPLLYKFSIKTKKFEKIPIDNTLDLFSTLIFVSK                                         
>Ddis_XP_637835                                                                 
MEFSSKSLNVNNNKNNNNNNNIHQLEYGELPFSRNPNTTTTTTTTSSMNYNNNNNNYNNNNNNYDNYYNHHNTNNNGINF
HSRNLQPSIQQIIQQQVQQQVQQQVQQALQQTSLQHQYQQQQQQHHHQQQQQQQQQQQQQQQQQQQHQHQSQNSIEQIKY
DWLKTVASILPSIELSVAIKATNDFDNIDDLVQYLMNYTATKDDNEISINNNNINNNNYNNINSNSNSNSNSYSNSYSNS
NGNGNGNTNTNTNINIDNTNKVNDEPIKTTTTTSTTTTTTTTKPPTANIKGQLDDEQREIVRLLDEEMKLEKERLMLKEQ
QEKESMAFILSEFKDDIDVDKNNENNNKNDSEYIKRLLEQEQNELERKRRDEEFKEKVMLNRYLEEEKIKKDLELENKRY
ACEICFSDDLKIDQMYTLDDCHHRFCKECLSQHFKSKIFDGDCKSIQCPDTKCRRLVNYQEIKHNVDKITMAKYEDFLLK
TTLEEDPNSRFCPRPNCNNAMIGDSDTVTMIICTNESCRYTFCFNCKSEWHKDMTCKQWSEFKVLKETSNQRFEEWAREN
TKPCPKCKSKIEKDGGCNHMTCKLCKHQFCWLCLDVYTKTHFSGGKCKQNS                             
>Ddis_XP_636573                                                                 
MFLKIKKILKTSNNENSIDNDNSSSSNIKKKKSDKKNKNSNNSNINDITTSPIITNNKRSDSDFNEQALINKSRSSSDIE
SSDAIVENEDIIQPVLTTTTTTSSSSSSSTASPITNEKSSNSPQLNRNKSFLGSVVLNIKKKSSSKSNDNNSNNNNNNKS
QQAINRKSYQKDDNNNNNSSSNEGSPQSQISNEEIQSNDSIDNEELNNENCDSDEEEQQDNSSYDDDDDEDGEYDEDNSD
DDDAYVSFKDLDETNTKPVKSFNCLSPNQLVEQQEKEIKDIAELLSIPTSSANTLLKHFNWKREELILKYFESPKEICKE



LGIEYNPISNNNNNNFINNNNIQQWSPSSSPQLFSCANNNINSTTTTTTTTTSTTTTTTTTTPTISCSICGEEDESLTEF
TWAKCKHSFCNDCWANYLTLKINEGEATIRCPFYKCKAVVDDQIIKRLIAPFVYEKYQIFSTKKFIQQNKQLRYCPTPGC
DNAITLVSDGEISSILNSVGGGGVSGGDLDDQDPNCIFNKNTGNNNISVQCSCGFKFCFKCHRGSHAPASCEQMSMWEQK
CSDESETSHWKIANCKQCPKCTVSVEKNGGCMHVVCSQCKYEWCWMCTHNWKGHNDFYVCNRFEKEKEKERKLNNKLKSS
SGSTGSSSNNNNSGSGSGVGDDDNSSSSHPSKFKLLLFNSNKSKIKKSRESIEEEQKRTNRLELERYLYYYEKYINHGNI
QKLEKAIKEEAQIKMQELEKANSTRAEVKYIEKGVDQLLDCRNILKYTYIYAFFSFADQNNQRVVTAKELFEFLQDDLEK
TMEKLTEQMEDVMKSHVNLDTWHRLDVMNQITLLKTKTDGLLNAVLKDSLFEL                           
>Ppal_EFA86025_1                                                                
MDHLLKCPICFDFFDTALMIITCSHNFCSLCIKKYFSQPNLHCPICRKAASTSELRNNRLLDELVTALKQTLEKKNGDSS
ELLLSTDDSSISSTQIISTQQTTYASIVKKRSSSSSSISSSSTKHTNDKKLKTANHHYDDNDNDFKSNNSNNSSQQQQQQ
TPGRMMTRSRSQKEGIKYDDSIFSDTLSVGSSSNNKRKGRSSTSPRKSQSSQELHKEDRLVVSVPLSDSNNYNNKSANKN
INNHNNEDDDEIETSQPTINSQSIQPILNNNNNNNQQLLIIQPKRLTPLAKLCYSIMKIKQIKDSLKSLGLRTNGDRQTL
INRHKEYTLRHNSQCDSMNPKTKEEIIEELYEYEQLTAKPKTTATTTSKKKQTTNNKKSNSNSPVLSLPSPVLSPPSLLS
LPSPTLQSSSQYPITNNNSNNNNDDDDDQVNNNTTISQTQTQDQSQDLFEKLKLQILSRKSVNSLKS             
>Ppal_EFA83848_1                                                                
MEFDDDPEINLSIPVINIKSCLMTPCGHNFCERCILECINRNHKCPCCNAPATKDKLIKNHQLEKIISIIEFEKEESSKR
YFNNLIYNNNQQQQVVQQSNAKKPILHPVQELFSKYLKTSLLAYEDFYNQLAQKLEENKKILEKERLESIKKYENQVVML
DQVKEEFAYKQDKLVKSHQNTLDLFLKSFEDHLKKTAVAPNFVNIQVSIVISSKNITFEHISLKPSTTIIDIKQLIIDRF
NQKGGESAFIKYMDDARLVAQLPIASGGKEIALDEDIKPLSLYEIVHGSKIILKGDIQLYEDLPKQCFAATYKPGDTMDY
FKCLDCNYSWICKQCSNHCHKGHKTIPYLVNHKASFACCYDTKNKCILSNK                             
>Ppal_EFA81724_1                                                                
MLAIDIQPSLMCLMMVKNPPHQYATKKDDISDSSGDEDYRSSSRNLFKFFSALSNDVKCPVCFEILNRPLMLSCLHSFCT
SCLQEVTNNQSVTCPLCRCVTKLSEKGIDGLPINRDLTNVCESIKKAFEFCPKVCDHCFQKKVTRKCEQCCIFLCKGCCD
TLHAKRNSHHTIIISDGSSVDDFDVESHVQIENEFDPPLYLPFNITRKKCTTIFRDWVRSLWFAPSDLNEKLVLRYIKPV
YLPYWIFEAHTTTRYGATMSNGNTSIPQLGGTNNINIGKYEKNWVAKTNLFSNKYRQATIANNKLIDRDLLIQVQSWELS
NIPSAEVTCPPDPKILTLAYLLDETTAWKKNAEVRIKQKDKELCEERVKSNCPIGSNIKDIFVDTSVTSVASQRVFLPCY
FIKYVYNNENFSVIVNAQSSKVVGHRPYAGIGGIFRMFKPS                                       
>Ppal_EFA81720_1                                                                
MSEVMIDIELLTCPICSDTFVDACDTSCGHTFCEFCLNCCLESKPDKCPVCSKDPSPTHPAFTIRSLCEMIAPVKPKEDD
DGQTNICFYDIRRTTLESEKEAGNNCYYANKYAQAISHYNNAIDKATNSSDPKNCVLFNNRAQCYIHLHQYKRALMDCEE
AIRLNDTNVKAFMRKGLCLRLLGYFEESKQAYTKALQLDTQKSWTRQIQDGLHSLPIFKPQTYNHDAHPPQQQPQQQQQQ
QPQQQRASVQYPYQQQQQQQQPMPNYYNTTNGYNQYQYPQFNPNHARYAPTYPPGYIRTNTNPNFSTYYQPQQQQQQAQP
QQQAPAPAPAPSTTTTTNNTNNVNNNSNTNSSRNTSTSSTSTSSTSSSSSSSSSAPSAHEKKKSDYCK            
>Ppal_EFA81173_1                                                                
MIVCGGSSRGRSNKIERDLSLTKLIMEENISIILDLFPSLSVESVKSALQTHNDNVEDTINHLLTNNGSVDSCASENNNG
TGGAGETEEQINERLLMAMLKAEQEEQEKVNRSKKHYCSICLDDLEIDKFYIVDECEHRFCTECIIAHAKQQLYMGYPDI
KCPHTTCKRIISYEEVKHFLDAQTFASYDQQLLLQHLKKDDNCKQCPSCHVAMVVSTVKIDEHMEFNNENLVGCPNCNYA
FCIKCRDHSHYDFSCEQWEDVKDYVLSRTEQQNQFQINEVENYVSFQNHRQHNRFWNGGRKWRSEHHNTDMIKGRRKKLT
AMQGYNVKWQVAYKRDKLIKQWIQNNTKTCPHCFVIIQKDGGCNDMTCVCGNHFCYSCEQTKDFHFKNKMRYPCPGGFY 
>Ehis_97_m00141                                                                 
MNDMTHSIYKLDLNEFVKLSEEKQKEILCECVENYRKENQKNNKEMFCCSVCYEEYTYKETFINECGHRFCIKCWRENII
QQIQSDWHQVHCMEQGCNCVVKIEDIMTHCLIQDICMLNMYCERLTFKTFEDNICECPKCRCEMITFEKEYKTTCPRCKY
LFCRKCGENWHEGKSCDEWKRNKEQEQEDLKWINQNTKKCPSCGDRIQKNGGCNHMTCKCGYQFCWLCGVKYSSDHWTNN
TTGCKQFT                                                                        
>Ehis_127_m00132                                                                
MSQNESQDIICSDEVLEEYNTINSIYPNSVTYIKPNEFRMNIIVSLENEIPFKIIPIRNVPRMYMNKNEVKIKYLTPITI
LISYNEEKPSFQMNSLWLTIKDMIEIKTRIEDEFQQFNFSGLFMLLYEFLSNLSPKQLDILSFSEIPISREEREKNILQY
NYDETRKVFYSTPLITCDVCYEEYPPSNFIVLSSCGHYLCNNCLKESVAVSLTNGTYVECPYAECKAEILPWEMKKSCPK
DLIDKYENQLVLLYVKSGGDDFIVCPFCSYSGIMVDPIVYKKSTPIQCPRCEKTFCSKCLTKNHNGQCYDSSNCLEKYKS
QQYYDEIVGELMTKNIKKCPVCKCPVIKSYGCNKITCICGTYFCYNCGKKIDGYEHFHSGECPLYTEQSLLEDKIHDVDT
KQLDKIMEDPNKFPFYCVSCEYLFAVHINQLVIVCPKCGRRKCRHCDAYGISVEHVKTVLSLAKYSDFKAPKSYENWE  
>Ehis_204_m00099                                                                
MNSRYTLRSSNENSNCLQKKVVLPQPIQVWLQQRKCDCYAHLIKESTDSNSNAPTLIHLFKKITTLGRQSKCDVVFDSLI
HPMNISRIHAKLEMTADGVVISDLSTNGIFVNNEKVTFKTLRDGDLITLAGGKSIEIGTIFKQPSSSFNFRYEVLKKGES
PTTNIDNTSDFLTSTSENCLDTVSDEYYSMNLRANTVRGNVTCPMCKKLFVVPITLSCGHTFCYTCDLEYSMKYGNCYEC
PICFQKARTRTKSIVIESIVDNIIKGDTQRDKSLFEERQRFARMYLLNTPTLYGKINVSKLPYGFGEWKEEQKLEVQKLM
SIVSGIERENWFVALGITKFDLIHASNDIIIQTLRNLKINFNDSDDPKIKLALIFVYINTNPTIPQ              
>Ehis_470_m00038                                                                
MENEQLEDFIRNHLMIKTNEKEIEKNIIQLLELVRSYFSFECSLNNIFNKPKTEECPICFETREVGLMYSIEPCKHRFCL
CCLIEHVKQKATNGEWEIKCPEQECETIIPLSTLVNDGLIQEINVLNKLEMNGVQANLRSDSHTRYCPKCGYAIIGTRKT
PRIVCPQCSFVYCYNCKEEYHEGYSCKQYQQWKIDNGKGDEEFKKYVNTHCTRCPRCKIPVEKIKGCNFIRCDLKKGGCG
CGFCYACGKEVSHHSAHILKRNCSLSGEELPR                                                



>Acas_g3627                                                                     
MPQLLQAWTRVQLHWKTHPLDLSELAPVPLRVLRVNQLDASLLDNELTSIIKTSFTKIFSLFRPSLIDRFTPELDAFLYF
IMYRLSLYATGSTLNRLASDRTWAERDEDDVYKTLWKVLNYLEVAWKALTLLNFVAFLYNGKYMSPVDRLLGMRLVYARP
SVARFVNFEFMNRQLVWHGFSEFLMFLTPLINADRIKRTIYRLFKFRNKLSPSLGNAGCGVCQADPAHSPYLSDCGHLFC
YYCIKTAMMVDRSYACPSCNHQIKQIKPFTLGALSASATDVPSSSPPS                                
>Acas_g3660                                                                     
MEADSSILGELEDQVTCWICFEVFDEPVTLNCGHSFCKLATLATNYKLQQEGGGGGTMDTGLNIEQESIWFDMPNEVLAD
IFMQLPPRDLGRLGLVCHLFKDVSEDNWIWRGICKERFPFVQVSRYGNSWKRCYAARHKMQNGWEGGRPGDFKMTPLRAH
KNYVSAFDYYRNNVVSGSADSSLQIWNVTQTKPLHALNGHNGVVEAVKFNEIRIVSGATDNTVRVWDTTTGTSTLTLNHT
GTVRTLQFNESTIISSGDDRTVKLWDVRSGTAQRSLAGHQQAVFMVDLAGDRLISGGGDGVRVWDIKSGACVRHLQAGTV
MHAQPAGPNELVTAENDGSVRIWNVATGQSLHHFPGRWGLQPTCLQADGDTIVVGTNTNELRVFDQKKRQSLPNLNDHTA
AVNGCQLDGQRLVSCSADNTIKVWDLKTGKRLYSLLGGSLQERAGNPPHPSRPGCSGLKFDEGRIVGAFNALLRVYSFTG
EDAK                                                                            
>Acas_g4253                                                                     
MRVFEFVKTEFLRGFTPEEEPPGAEAEEDASDDELASTENASPADASHIENQLREYREVWTSGALPISQILMVARQRRGF
ADYVDEFTSEVKRTLFVTGLHRDVGWHQISQFFAREVRAVKFYAEEAKDGETEASTLCALVEFHSSDLPIQRFRTKLEED
FGSDITVKQAKVCIRQALGIETEVMTRRARLAEQRLAEIEEQLRQSILDRFQLSSSLQEITATKTNLELKTDKLTEENSR
CKEKLMQRKWESEMLSRAFNSTKAKLSACTEAFSPSTSPYSSSSSSSSSSSSSSMMMIPHGARPSYHHRPTAREILADME
ALEAEINEEKMQKKAFKEAQRFALERESKSFALALMAAQHWREWAMAKAKRRQEEELTRQFLETEMKLKQQAIDEKEYSC
PICCTDYPIEEMYTLDKCYHRFCFECLGRFVLVKVQEGQTQNMKCPDPDCKEFMTPAEVRHVVDEETYSKYEEFTLASAL
NAMPDIRWCPKPDCKNAMIGGEENLMMVCSNSECRFSFCYKCKEEWHADATCEQYQQWRRENSEADAKYDEWVKANAKMC
PNCQAPIEKNGGCNHMTCKNCKYEFCWLCNAQYNKNHFGKMPWNCRQFS                               
>Acas_g9527                                                                     
MSGVVLFTEIMKRKEKRKKKEEQPTCLSISELLPDLPLKQIAAAVKRANGDQEQAVLLLLNEPELTSPQQPSTPTITTTT
TTDNTNSTAAAAPDQERAEQTGRRRRKSDEEEEEAMRMAQDESLALRLQQEDEEASLQAALRELELQERGGGEQQRNAEQ
EEKEKEEEKEEEREEGENRTRAEPIADKHEGDRYDCQICMEEYPYHEVFLIQGCGHGFCADCMTSYLTIKIKERSIAAPP
DPIAPSDIGYEFDILGPPRPAATAQAAPTAALSGDDVYGIRCPAFKCTHVLGYWDIQHCVSAELLNEFDTFILNKALDHI
PNMTWCPKGCGGGVEANDADAKFIQCVNPLCRFTFCKTCRSGHKPKITCETAAERRRLKREPVVRPGRGLTKEEKQDLNK
WARKKDVRHCPRCWTLIEKNLGCNHMHCIKCRQPFLWSDAPLYTRSRLNQVAQGKRP                       
>Acas_g10678                                                                    
MCGHYYNDPRTLGCGHSYCASCLTQSAAGVGAVGCLVCGRQERLPPLMGVDGLQKNYDLADRAEAAARSAPPDEADDTSA
GGAYDFQDFQAALPPTIPQHQPAPALMPMLSPVSAAPTSAAAPAARPPGAPAAFDPFGDLLQPASAAAAPVDFFGGGGGG
SSPFASSTSFLAPVPATVAAAAPAKPATPQHAKLAVREDLTESMDEFTKFLLTEAKSSTPVSAKPVLPERRSSSYRVSSV
VPSRVTPTSSSSSSATASSSSMTSMYPSSSPYHPSSSASAYPMLSSSPPSASSAGLSSSPPPATSASDSSSSTVSGSTST
SSYLSSMSPASWFSKKDSTKAASSSASASSSSSSSSSSTSSGVLSFFTTKSSTAPAATATTAAAAAPAAAVAHSAAAPPR
PAAPAQHHHHHSQAVTDHSQHQKEGIRQKFNGWLESLWFKPAGFFDNVQSATMQFVFVPFWMFDVKVQTAYQGKVCRVVM
TGSDAQAKKVESWSEAQGNRSALYPHKTVCACQSVQERKLVQQFTAPWQVNKIHFGVDRNPQQPPQAPQQQPPQHQQPAE
EGWAVGKFFKKIADSVEKAAAMPATVVKPPPPNLLLPALPWEGVWKEFEAELVKLETQECSNKLRVENGADKVKDVALNY
QVQLNRRLVYFPVCLTSYQYNGKLYRVVINGHTGEVIGDRPYGTGKIGELGKAGLSVVGDYLFKRGGSSSS         
>Acas_g13035                                                                    
MWKSQNTAHPSLTDATCAWGVLRDAHTIRECLHTFCKSCLYKYFQTTADCPLCGVDLRPNPFERIRFDRTVQTIVNKIFS
DLIEKDIAKEAPLLSLSRHDPRRCVARGPERVEGILLKTQESKAPRTAEVARPANKRLKRDPSKPIYKDEVAFELTLDEG
EPGLQQLEKPVIRTSARVTVRHLKKFVGMKLAIPNLHDLEITYRGEVLGTEHSLEYILKTRGYEGGAIEFKYRKRKNIM 
>Atha_AT2G25360                                                                 
MALIRGLRESFDLGIRQVVVYCDDQLLYQYIVGRGKIKKKVVHLVDEFQLLLEEMTYTDADLIALNDVNFAFKLAREAIV
SRDDVKAEICSICFEETEGERMFFTTEKCVHRHCFPCVKQYVEVKLLSGTVPTCLDDGCKFKLTLESCSKVLTLELIEMW
KQKMKEDSIPAAERIYCPYPNCSMLMSKTELSSESDLSNDRSCVKCCGLFCIDCKVPSHSDLSCAEYKKLHHDPLVDELK
LKSLAKDKKWRQCKMCRHMIELSHACNHMTCRCGYQFCYQCEVEWKNDQKTCSSGCLLTGHGYYDDYDYNEPEYDFEVDT
CNYYSDEEAMTRREMIRMWNTEQFFSEEENADGNDDNWDDYNNYGGLTVFWRL*                          
>Atha_AT2G45135                                                                 
MDTFQGKSEGLEPQLASKDLQASKPIISSSSSLSERRYKSGRKIPIIAIECRRCLSVSSPVVIADPCMHRFCVKCILFLW
GRQKRREPCVCPLDGEKMICLHPPMNIAESAAEEITGLVDVYNPMFNPRHYMDMAETQLARTFTRFYCLDLTLLLMGALA
YCFKCSKASRT*                                                                    
>Atha_AT2G30580                                                                 
MEGDMVAKVKRETVVACMTCPLCDKLLRDATTISECLHTFCRKCIYEKITEDEIESCPVCDIDLGGTPLEKLRPDHILQD
LRAKLFPLKRKKERAPEVVSSISLPAKRKERSISSLVVSTPRVSAQAGTTGKRTKAATRKDVRGSGSFTKRTVKKEEEFG
DDHVESASSPETLKKFTQNKRQSSYANPNQSLSNRRNKDVDEPWDSKLHLWKPLNFLVDVANGTKDPKSELGNASHNDVQ
GSKTKTKDHKRKCKLEEEISNNGDPTTSETATLKRTRRTRRKRSSTFGDSRIPLLPGAASLKQERRNGHVWFSLVASSNQ
EGEASLPQIPANYLRIRDGNIPVSFIQKYLMRKLDLKSEDEVEITCMGEPVIPTLQLHSLVDLWLETTSKHQRVAASIGS
SAKEFVMVLVYSRKLPECNN*                                                           
>Atha_AT4G19670                                                                 
MENQEDSCECEELPLNHLGDEEEFRSCCGDEELWLKGSDDIAKVVEEEKKDDLDDEFSVKMVFKGVSIFERGDLGSGYSG



IGVVLERSGDLELIQVQKKLDFYVEESVANYLALMDGLEVALQNNLSSVVAVTDSELLYNQITREEQLEIPLLVALRERV
LEKTSNLNGFVLKLAPFCDLDEALSLAQVAVGIVSSNLDGDKPIENCSICCEDRQSEMMLSLKCTHKFCSHCMKTYVEGK
VKTSEVPIRCPQVQCKHYLSAAECKSFLPVTTFKSFEEANVCSKNNGKIYCPYPNCSFLLDPQECLSSGRASSSSSTQSE
NSCCVECPVCERFVCVDCGVPWHASMSCEEFQILPVDERYPDDITLHRLARYKRWRRCQQCRIMIELAQGCNHMTCRCGH
EFCYSCGAEYREGQQTCTCAFWDDDEEEQENAVEENTIQEVEQWPWDTFNSIPTVMDAYSEQERSQLALIQRFLAGGGFS
LSDHHTTYQSPPPPCTESSYVEAAMKDLHQLPWLERFVSVISDDYYEEYNSQ*                           
>Atha_AT4G01020                                                                 
MRNSFPPSDGGRSTTDRRQQSFPSSSTNRYNSRSAQSSPPLNHCTTWNQQHSQYHNTNFPPNYRRDRAPSSGFSPPVTRA
RPNFIVQLLHPAAANSDTKLSKKQEIESIALLCEIPEESVHVPQFGCIAASFSFRQWVDARSAVVALWDYRLQGRHDFVP
ELIPNVVVPSDMDELKDRLRDLFSSHVLSLMENGQGVKKVRMEIDDKSRQVASFSSKRGLKFEVFEKKKALEAERDLVVN
RLDEFNNAMKSILRYLIGQDGYEFDVDDEDDEDVAVFSLEGAYDWRRIHYLILRECRRLEDGLPIYAYRRQILKKIHCEQ
IMVLIGETGSGKSTQLVQFLADSGVAASESIVCTQPRKIAAMTLTDRVREESSGCYEENTVSCTPTFSSTEEISSKVVYM
TDNCLLQHYMKDRSLSGISCVIIDEAHERSLNTDLLLALLRKLLSRRIDLRLVIMSATADANQLSQYLFDCGILHVNGRN
FPVEIVYSPSGTEENSVVGRIASYAGDVVKMAVEIHKTEKEGTILAFLTSQAEVEWACERFVAPSAIALPLHGKLSFEEQ
FMVFQNYPGRRKVIFATNIAETSLTIPGVKYVIDSGMVKESKYEPRTGMSILKVCQVSQSSARQRAGRAGRTEPGRCYRL
YSKTDFDSMNLNQEPEIRRVHLGVALLRMLALGIDNIAAFEFVDAPVPEAIAMAIQNLVQLGAVVEKNGVLELTQEGHCL
VKLGLEPKLGKLILGCFRHRMGKEGIVLAAVMANASSIFCRVGNFDDKMKADRLKVQFCNDNGDLFTLLSVYKEWASLPR
DRRNKWCWENSLNAKSMRRCEDTVKELEICIERELTLVSPSYWVWNPNEGTKHDKYLKMVILASLAENVAMYTGYDQLGY
EVALTSQQVQLHPSCSLLAFGQKPSWVVFGELLSIVDQYLVCVTAFDFEALYMLDPPPPFDASQMDERRLRVKKVVGCSS
TVLKRFCGKSNRSLLSIVSRARSLCSDERIGIQVDVDQNEIRLYASPLDMEKVSALVNDALECEKKWMRNECLEKYLFHG
RGQIPIALFGSGAQIKHLEVDQRFLTVDVHYYGDDVVDDRELLTFLEKKIDGCICSIYKFAANKQDCDEKEKWGRITFLT
PESAMKATEIQKFDFKGSVLKVFPSLSTGGGIFKMPYFSSVTAKIRWPRKESSGRGCLKCPSGDIHSILGDITSLEIGTN
YVHIQRDQLSNDSILISGLGDLSEAEVLDVLEFRTQRRDLNFFIFRKKYSVQCPSPTACEEELHKRIFARMSAKNPEPNC
VQVQVFEPKEDNYFMRALIKFDGRLHLEAAKALQELNGEVLPGCLPWQKIKCEQLFQSSIICSASIYNTVKRQLNVLLAR
FERQKGGECCLEPTHNGAYRVKITAYATRPVAEMRRELEELLRGKPINHPGFTPRVVQHLMSRDGINLMRKIQQETETYI
LLDRHNLTVRICGTSEKIAKAEQELVQSLMDYHESKQLEIHLRGPEIRPDLMKEVVKRFGPELQGIKEKVHGVDLKLNTR
YHVIQVHGSKEMRQEVQKMVNELAREKSALGEKPDEIELECPICLSEVDDGYSLEGCSHLFCKACLLEQFEASMRNFDAF
PILCSHIDCGAPIVVADMRALLSQEKLDELISASLSAFVTSSDGKLRFCSTPDCPSIYRVAGPQESGEPFICGACHSETC
TRCHLEYHPLITCERYKKFKENPDLSLKDWAKGKDVKECPICKSTIEKTDGCNHLQCRCGKHICWTCLDVFTQAEPCYAH
LRTIHGGIGLVELGVPEHPVAQPVHRL*                                                    
>Atha_AT1G66050                                                                 
MAIQTQLPCDGDGVCMRCQVNPPSEETLTCGTCVTPWHVSCLLPESLASSTGDWECPDCSGVVVPSAAPGTGISGPESSG
SVLVTAIRAIQADVTLTEAEKAKKRQRLMSGGGDDGVDDEEKKKLEIFCSICIQLPERPVTTPCGHNFCLKCFEKWAVGQ
GKLTCMICRSKIPRHVAKNPRINLALVSAIRLANVTKCSGEATAAKVHHIIRNQDRPDKAFTTERAVKTGKANAASGKFF
VTIPRDHFGPIPAANDVTRNQGVLVGESWEDRQECRQWGVHFPHVAGIAGQAAVGAQSVALSGGYDDDEDHGEWFLYTGS
GGRDLSGNKRVNKIQSSDQAFKNMNEALRLSCKMGYPVRVVRSWKEKRSAYAPAEGVRYDGVYRIEKCWSNVGVQGLHKM
CRYLFVRCDNEPAPWTSDEHGDRPRPLPDVPELENATDLFVRKESPSWGFDEAEGRWKWMKSPPVSRMALDTEERKKNKR
AKKGNNAMKARLLKEFSCQICRKVLSLPVTTPCAHNFCKACLEAKFAGITQLRDRSNGVRKLRAKKNIMTCPCCTTDLSE
FLQNPQVNREMMEIIENFKKSEEEAEVAESSNISEEEGEEESEPPTKKIKMDKNSVGGTSLSA*                
>Atha_AT1G79810                                                                 
MTPSTPADDAWIRSYQRLLPESQSLLASRRSVIPVAISRVNQFDAARLDVEMSAMLKEQLVKVFTLMKPGMLFQYEPELD
AFLEFLIWRFSIWVDKPTPGNALMNLRYRDERGVVAQHLGKVRTGLEGPGLTSPQKIWYCVASVGGQYLFSRLQSFSAFR
RWGDSEQRPLARRLWTLVQRIEGIYKAASFLNLLSFLYTGRYRNLIEKALKARLVYRSPHMNRSVSFEYMNRQLVWNEFS
EMLLLLLPLLNSSAVKNILSPFAKDKSSSTKEDTVTCPICQVDPAIPFIALPCQHRYCYYCIRTRCASAASFRCLRCNEP
VVAIQREGVSSGK*                                                                  
>Atha_AT1G11100                                                                 
MSKKDSVFQSQADDFSGGFEFGADDEDFMIDIEAIYRILDESPVSMEVSQEIMSPVGSSVVESGEFRNTLMQRSQATGWF
PYRDLYGLGASQSEIAEPSSFSDPENGRLGLSATCYSDYGGNVVSFPVNCEDGTVSILDDMRIESKFTPCSPTTMTTYLN
NMPGNDSGIGATQNSSLMSHFSPNSSSIVDCASSEPYGHHTMDAPLSEVSPNLVPGYAFQFFPKKEELLNDLKNEFIHCQ
SDGASRMVFDRHVGFDNGTSERNSGPDVSSERELSLKCEIIPSVSPVCVKPYNSSDGHQVEKELEQPDNCSSSFQENRAV
HMKVKPELALENTVYSSIPGNYSRCSDVHTVGGTTLPWSGVSNCAISYQTDVGKEYPFIPPQTAFPGQDIDGRSFYSCFD
SDDCFQNVTDPDPETSRTESLDYLVGDEDHEYIKRTCFNLSSFSSGTVESLSSKRIPEREDDSEIHKIESYGEFVNPHQY
LPVQRPVFSSEHSTGSQTLNNCGGLKFESNKGNMNFHADLQDLSQHSSEASPPDGVLAVSLLRHQRIALSWMSQKETSGN
PCFGGILADDQGLGKTVSTIALILTERSTPYLPCEEDSKNGGCNQSDHSQVVFNENKVVEDSLCKMRGRPAAGTLIVCPT
SLMRQWADELRKKVTLEAHLSVLVYHGCSRTKDPHELAKYDVVITTYSLVSVEVPKQPRDRADEEKGGIHDGGVESVGFG
SNKKDLPNSQKKGTKKRKHMDCEPVEFLSGPLAQVSWFRVVLDEAQSIKNYKTQASIACSGLHAKRRWCLSGTPIQNSIA
DLYSYFRFLKYDPYSSYQTFCETIKNPISSYPGEGYKTLQAILKKVMLRRTKDTLLDGKPVISLPPKSIELRRVDFTKEE
RDFYSKLECDSRDQFKEYAEAGTVKQNYVNILLMLLRLRQACGHPLLVSSLSWSSSAEMVKKLPYEKLTFLLHRLEASLA
ICGICNVAPKDAVVSLCGHVFCNQCICECLTRDNNQCPLSYCKVGLEISSLFSRETLENAMLDLHKLDAPCDRTTSDPVG
SGEPCENLPCGSSKIKAALDILQSLSRPQSPATVMNDVNQSSENGENNQQLDKSFSLPATPAKSSVGGVVNVAGEKAIVF
TQWTKMLDLLEAGLKSSGIQYRRFDGKMTVPARDAAVQDFNTLPDVSVMIMSLKAASLGLNMVAACHVIMLDLWWNPTTE
DQAIDRAHRIGQTRPVKVVRFTVKDTVEDRILALQQKKRKMVASAFGEHENGSRESHLSVEDLNYLFMA*          



>Atha_AT1G06770                                                                 
MMIKVKKETMRACLSCSICDNILRDATTISECLHTFCRKCIYEKITEDEIETCPVCNIDLGSTPLEKLRPDHNLQDLRAK
IFALKRRKVKAPGIVSLPGKRKERSISSLVVSTPMVSAQAGTTRRRTKAPTRKELRNGSLAERTVKKEESSGDELLESTS
SPDTLNKFTQNKRQSKKSCKESISNKENKDGDEPWDSKMDWKPLNFLVEVANGTKPLKSSASQGSGSKSEHANVSRNQFQ
GSKTKTKNKKRKCKREDDKSNNGDPTTSETVTPKRMRTTQRKRSATTLGDSRNLPQPDESSAKQERRNGPVWFSLVASND
QEGGTSLPQIPANFLRIRDGNTTVSFIQKYLMRKLDLESENEIEIKCMGEAVIPTLTLYNLVDLWLQKSSNHQRFAALVG
SSAKDFTMVLVYARKLPECNM*                                                          
>Atha_AT1G67180                                                                 
MENVVATVSGYHGSDRFKLIKLISHSGASYVGAMSRSITHLVCWKFEGKKYDLAKKFGTVVVNHRWVEECVKEGRRVSET
PYMFDSGEEVGPLMIELPAVSEEAKVTKKVNKASETFDKYFSNGGENRSGSTSELATWMEKNVEANRHSVRLRTKRPSSI
LENKENSGVAESSRKGKKRVVKQRSYRNLIDLESDEESDNNHHDNSDENQNETQDHREPADENVRGFVFEQGETSALRHP
GDLATPNWDVDEIEESENWSHSAVFKRPRSFSPEIKPQDDDESTREETEATEKAPAQVSCIICWTEFSSSRGILPCGHRF
CYSCIQKWADRLVSERKKTTCPLCKSNFITITKIEDADSSDQKIYSQTVPDLSSTNNILVVLPEEEEQRQTLNPLTRASG
CSRCYLTEPEELLIRCHLCNFRRIHSYCLDPYLLPWTCNHCNDLQMMYHRRNY*                          
>Atha_AT1G66040                                                                 
MAIQTQLPCDGDGVCMRCQVTPPSEETLTCGTCVTPWHVSCLLPESLASSTGDWECPDCSGVVVPSAAPGTGISGPESSG
SVLVAAIRAIQADVTLTEAEKAKKRQRLMSGGGDDGVDDEEKKKLEIFCSICIQLPERPVTTPCGHNFCLKCFEKWAVGQ
GKLTCMICRSKIPRHVAKNPRINLALVSAIRLANVTKCSGEATAAKVHHIIRNQDRPDKAFTTERAVKTGKANAASGKFF
VTIPRDHFGPIPAANDVTRNQGVLVGESWEDRQECRQWGVHFPHVAGIAGQAAVGAQSVALSGGYDDDEDHGEWFLYTGS
GGRDLSGNKRVNKIQSSDQAFKNMNEALRLSCKMGYPVRVVRSWKEKRSAYAPAEGVRYDGVYRIEKCWSNVGVQGLHKM
CRYLFVRCDNEPAPWTSDEHGDRPRPLPDVPELENATDLFVRKESPSWGFDEAEGRWKWMKSPPVSRMALDTEERKKNKR
AKKGNNAMKARLLKEFSCQICRKVLSLPVTTPCAHNFCKACLEAKFAGITQLRDRSNGVRKLRAKKNIMTCPCCTTDLSE
FLQNPQVNREMMEIIENFKKSEEEAEVAESSNISEEEEEESEPPTKKIKMDNNSVGDTSLSA*                 
>Atha_AT3G23060                                                                 
MLTKVLSKEVKPCLACPICTNPFKDATTISECLHTFCRSCIRNKFINERVNACPVCNVNLGVFPLEKLRSDCTWQDLKLK
IYRAMMESLKKAGPKTVAASVKSSKKKRKSRTSLRVSSSRVSSSPDTPLEPANVVVEPPNVVVEEKHRETVLALQSTRKP
IITFQKRGRKASLPKKIDSKPEPELPPKEPKIKNLFDLNNEPEDNGLDEAEGSTFQEVVPKEKDLCKPIFSLSVTLNIND
TPPDIVEPEISSDDDTEESVEPIQNKCVVNRETKEVPVQVNQNSLLISSDRDREDNSGQKLKTNGAATSRSRKKKGKKPV
EKSYSLRPRIGRRTVNPAAGTTTPEAPVSVEEEMKVEEGRNNNPVWFSLKPSKTQNIEMLLPPITACCIRVKDSNMTVSY
LKKYLMVKLGLESEDQVEIWLRDEPVCSSLTLHNLVDWWVQTTPLPERQSAMVGSSAAEFIMDLYYSFKSDASDSGSASE
*                                                                               
>Atha_AT3G45470                                                                 
MKGETCVICLEETKADRMFVMDKCLHRHCYPCVNQLVEVKLRNGTVPTCLDYECKLKLSLENCFKVLKPKVIELWKHMMK
EESIPLAKRIYCPYINCSTLMSKTEISRSNKSNDRACIKCSGLVCIDCKVPWHSDLSCAEYKKLHPDPVLDDLTLKLLAN
DQKWRQCVKCRHLIELNQGCNHMTCRCGYQFCYKCGVEWKKGQVTCPTGCPRTGQGYFYDGE*                 
>Atha_AT3G43750                                                                 
MEESTLVPSGAIYKLYFKGIVIEETSQLLAGFGVAIFDQDDKLLFQMKRPIHGSDITVLEAELTALKQGLTETMKLGLDR
ISICCDHDHIYELVMGRSTPEQDNIAMLMNDVQRMRQQLRYSNPILVTRDQISFAYKLAMETVVSEISICMPATCSICFN
NVLEAEKMFSVAICGHQFCVECVKHYIEVKLLEGGVPRCLDYQCESKLTLTSCGNLLTPKLKAIWKQRIEEELILVAERV
YCPNPRCSGLMSKTELSTSTEEDVSTRTCCVKCGEPFCINCKVPWHSNLSCDDYKRLGPNPTKNDIKLKVLANQQKWSQC
AKCQHMIARIEGCNVIICRYHHRYIL*                                                     
>Atha_AT3G16600                                                                 
MDDTMDMSSGSDEEVQEEKTTVNERVIYQAALQDLKQPKTEKDLPPGVLTVPLMRHQKIALNWMRKKEKRSRHCLGGILA
DDQGLGKTISTISLILLQKLKSQSKQRKRKGQNSGGTLIVCPASVVKQWAREVKEKVSDEHKLSVLVHHGSHRTKDPTEI
AIYDVVMTTYAIVTNEVPQNPMLNRYDSMRGRESLDGSSLIQPHVGALGRVRWLRVVLDEAHTIKNHRTLIAKACFSLRA
KRRWCLTGTPIKNKVDDLYSYFRFLRYHPYAMCNSFHQRIKAPIDKKPLHGYKKLQAILRGIMLRRTKEWSFYRKLELNS
RWKFEEYAADGTLHEHMAYLLVMLLRLRQACNHPQLVNGYSHSDTTRKMSDGVRVAPRENLIMFLDLLKLSSTTCSVCSD
PPKDPVVTLCGHVFCYECVSVNINGDNNTCPALNCHSQLKHDVVFTESAVRSCINDYDDPEDKNALVASRRVYFIENPSC
DRDSSVACRARQSRHSTNKDNSISGLVCAMLMSLKAGNLGLNMVAASHVILLDLWWNPTTEDQAIDRAHRIGQTRAVTVT
RIAIKNTVEERILTLHERKRNIVASALGEKNWQKFCDSTNTRRSRISVFWCVEYPRVFIDKRNKTFSYLISHKCECNE* 
>Atha_AT3G43180                                                                 
MEEEGTLIQGDGSYGLYIREQSTSSIPLVLVTENQNKSFYKLAMEAGVPEISIHMPAICRICFDEDVKAEQMYSVALCGH
QFCVDCVKQHIESRLLEGCVPRCPHDQCEYKLTFRSCANLLTPKTKSDSSIYLLLKTLKLGDVVSNAVNPFASTAKFHGI
VTCHAVITRGVAIRFATHVVPNGSKEVALTA*                                                
>Atha_AT3G45580                                                                 
MEEESTLVRAEDPKHVGRVSSEIKPDSYRLYFKGLVSEETVELLAGFGVAICDKDDNLLFQMKEQVHDSRVTVLEVEIMA
LKRGLTEAVGLGIDNISIYSDHYRIFELVMEKSASAEENFALLMDNVQHIRQRLTSSFPVLVTRNQIKFVYELAMETIVS
EISIHIPDHDKTCSICSDDNFEPELMFSVALCGHEFCVECVKRHIEVRLLAGGVPRCLHYQCESKLTLANCANLLTSKLK
AMWELRIEEESIPVEERVYCPNPRCSSLMSVTKLSNSTREDVTMRSCVKCGEPFCINCKLPWHSNLSCNDYKSLGPNPTA
DDIKLKALANQKMWRQCENCKNVIELSEGCMHITCRCGHQFCYKCGAKWITGRVFCTHSRPPYTPSMTSHEEELEKYIGD
LRRGTQDD*                                                                       
>Atha_AT3G05250                                                                 



MAAKEIAGGSGSIDDGSDFDPCPICLGQFLRESYLDTCFHKFCFNCIKQWIKVVSSKASKQRSSVTCPLCKTENLSIIHN
YDGCSFERHYIDPNIPDGFVLTKEQRYRLQCYYTESGFLADVFDVARFWKLQKFLQPNRCLEAWLRRELQALMQEEDVDI
VLHHLVGVMESFCKRIKQRRKQETRSAETTNQEQFKAVVSEAARPFVMARTDRFVDELELFLAAGLNLEAYDAIYKQGLE
GNNRREIGAASEEREEVEEHNVRTRVTPYLFIFEEDSD*                                         
>Atha_AT3G08505                                                                 
MSDRILCKFFVHGSCLKGENCEFSHDSKDPPNNVCTFYQKRICLYGSRCRYDHVRAASNLPLSSDSESLDRSISTTPSRH
LQQQGDNNDGDKSSNVYCIHPREYPICSFAAAGDCPRGNQCPHMHGDLCNTCGKKCLHPFRPEEREEHTKECEKKQKHIE
ALKQSQDIECSVCLDRILSKATPGERKFGLLTECDHPFCIQCIRNWRSSAPVSGMDVNSTLRACPICRKLSYFVVPSVVW
YSSPEEKKEIIDIYKAKLRSIDCKHFNFGNGNCPFGASCFYKHAYSDGHLEEVVLRHLGSQEGETVITDSIRLSEFLGGL
QIF*                                                                            
>Atha_AT3G26730                                                                 
MSILPPPIIQGHNSSSPSSDSSLNPSSEHGNNSSSSLSPLPSSPPSRISSSTGTRFSGHSESSHNFSGGSREPSVAAEEG
HSRGSSKEMTQNGAGKESFSPPNADKRDHFRYDGRRNRSRGRGTGAAGSSSSQLQHNSGPFNSPRGGVSHHNPTGRRANM
ISGNHLLNFQYDPISQPQSRGPPPPQRRQQYKGRPFNKDLFLKANYKFVVLDTGDHSPDSMDPDKMLQWDDIICVRYSTP
SPVQCPICLEYPLCPQITSCGHIFCFPCILQYLLTGVDNHKVDCFKRCPLCFVMISPRELYTVYIENVKQYSVGDPIEFV
LLTRKKDSFAPTRKNEHDLAVPNGENEIYDPFSKFTFTQDVDLSVRQAVSELDSWIARADPQLVEDLEKHLYVNAALERL
EQRKLYWNEHKLSIYSKVCTTARNQTQSLSPPDVSRVGYQAPMGGHGAPDSGSNDQDKSTEDSSADKSDGESQSSLEKGC
DNDLGHPLEDQDAPSSSSCNGSKGFLSHQIDTKDLKDNDAYNFYQSVDGQHIILHTLNVKCLLHHYGSYDFLPPRLSGKI
LEMETITQSEAIRRRYRFLSHFSLSTTLQICEIDMKESLPPDAFAPFIHEIKKREKQRKERAWKDRKNKIKAEVAAAAEL
VPLMASFGQSSSSDDFPPFSLDDFEALGNSAPISSSPPNIGERSSFSHVTRLGFAAGHDSPNLNNEPTNVQSSSSSSEVS
NATTGARNTNITSFASVASRTTTPMAPTVKEPGKRGKKQSRVLLSTTSVRRY*                           
>Atha_AT3G45540                                                                 
MKGPIHHDSNITPLEAELTALKRGLTEAVMGRCVPEENKTALLMIDVQRIREGFKSSFPIFVEGKRISYAYKLARETIVS
EISISVNPPRQPKATRKTTCKICLDDDINENQMFCVGKCRHRFCSDCMRRHIEVRLLEGSVMRCPHYRCKTTLKFGGCIN
LLTPKIREMWQQRIKEDLIPVTGRIYCPNSRCSALMSETELSISTKEDEVRRCCFKCGQIFCIKCKVSWHSNLSCNDYKK
LNPYPTENDGKIKALANQKRWRQCGKCQHMIELSKGCVQVKCRCGHKFCYRCGVQAGGCKHGHGLPPRPPPPPPSPPPTP
VNICCIFFISSILFGLFVYIFLLINRKH*                                                   
>Atha_AT5G10370                                                                 
MRNSFPPSDGGRSATDRRQQSSHSSSTNRYNSRSAQSSPPLNHRPTWNQQHSQYPNSNFPPNYRRDRNPSSGYSPPVTRA
RPNFIVQLLHPAAANSDTKLCFSTKKQEIESLALLCEIPEESIHVPQFGCIAGSFSFRQWVDARSAVVALWDYRLQGKHE
FVPELIPNVIVPSDMNELKDRLRDLFSSHILSLMENGEGVKKVRLEIEEKSRQVVSFSSKRGLKFEVFEKKKAIEAERDL
VVNRLEEFNNAMKSILRYLIGQDGYEFDLDDEEEGDVAVFCLEGAYDWRRIHCLIRRECRRLEDGLPIYAYRRQILKKIH
REQIMVLIGETGSGKSTQLVQFLADSGVAASESIVCTQPRKIAAMTLADRVREESSGCYEENTVSCTPTFSSTEEISSKV
VYMTDNCLLQHYMKDRSLSGISCVIIDEAHERSLNTDLLLALLKKLLSRRIDLRLVIMSATADAKQLSQYFFSCGILLVN
GRNFPVEIVYSPSDTEENSVVGGIASYVGDVVKMAVEIHKTEKEGTILAFLTSQAEVEWACERFITPSAIALPLHGKLSF
EEQFRVFQNHPGRRKVIFATNIAETSLTIPGVKYVIDSGMVKESKYEPRTGMSILKVCRVSQSSARQRAGRAGRTEPGRC
YRLYSKNDFDSMNLNQEPEIRRVHLGVALLRMLALGVNNIAEFNFVDAPVPEAIAMAVQNLVQLGAVVEKNGVHELTQEG
HCLVKLGLEPKLGKLILGCFRHRMGKEGIVLAAVMANASSIFCRVGNFDDKMKADRLKVQFCNQNGDLFTLLSVYKEWAS
LPRERRNKWCWENSLNAKSMRRCEDTVKELEICIERELTLVSPSYWVWNPNEGTKHDKHLKMVILASLAENVAMYTGYNQ
LGYEVALTGQQVQLHPSCSLLAFGQKPSWVVFGELLSIVDQYLVCVTACDFEALYMLDPPPPFDVSQMDERRLRIKKVVG
CSSTVLKRFCGKSNRSLLSIVSRARSLCSDERIGIQVDVDQNEIRLYAPPLDMEKVSALVNDALECEKKWMHNECLEKYL
YHGRGQVPIALFGSGAQIKHLEVDQRFLTVDVLYYGDDVVDDRELLTFLEKKIDGSICSIYKFAANKQDCDEKEKWGRIT
FLTPESAMKATEIQKFYFKGSVLKLFPSLSTGGGIFKMPYFSSVTAKIRWPRRESSGRGCLKCPSGDIHRILGDISSLEI
GTNYVHIQRDQQSNDSILISGLGDLSEAEVLDVLEFRTQRRDLNFFIFRKKYSVQCPSPTACEEELHKRIFARMSAKNPE
PNCVQVQVFEPKEDNYFMRALIKFDGRLHFEAAKALQELNGEVLPGCLPWQKIKCEQLFQSSIICSASIYNTVKRQLNVL
LARFERQKGGECCLEPTHNGAYRVKITAYATRPVAEMRRELEELLRGRPINHPGFTRRVLQHLMSRDGINLMRKIQQETE
TYILLDRHNLTVRICGTSEKIAKAEQELIQALMDYHESKQLEIHLRGPEIRPDLMKEVVKRFGPELQGIKEKVHGVDLKL
NTRYHVIQVHGSKEMRQEVQKMVNELAREKSALGEKPDEIEVECPICLSEVDDGYSLEGCSHLFCKACLLEQFEASMRNF
DAFPILCSHIDCGAPIVLADMRALLSQEKLDELFSASLSSFVTSSDGKFRFCSTPDCPSVYRVAGPQESGEPFICGACHS
EICTRCHLEYHPLITCERYKKFKENPDLSLKDWAKGKNVKECPICKSTIEKTDGCNHMKCRCGKHICWTCLDVFTQEEPC
YAHLRTIHGGIGLVE*                                                                
>Atha_AT5G57740                                                                 
MRFLSLVGNSFGCSASGERLVSAARDGDLQEAKALLDYNPRLARYSTFGVRNSPLHYSAAQGHHEIVSLLVESGVDINLR
NYRGQTALMQACQHGHWEVVLILILFGANIHRSDYLNGGTALHLAALNGHPRCIRILLSEYIPSVPNCWSLLKNKKTSVA
GFDSSVLHEVINRAADGGITPLHVAALNGHIETVQLLLDLGASVTQVTVEDGTTIDLIGAGSTALHYASCGGNTQCCQLL
ISKGACLAAVNSNGWTPMMVARSWHRNWLEEILNPTTEQPQLHLPNVPSPFLCLPLMSIVNIAQECGWRENDCLTPCRDP
CAVCLERKCTVAADGCAHEFCTNCALYLSTTSITSSKTSNVTPGSVPCPLCRNGIVSFTKLPHTTATTRTSTSSRTSISL
SFCTCSSDVLDTALLTNPHYSCKPVVSRTGSRTPQSARSSAFRSLSCRRFPPSLCLGGSDVDEPRSRLIGGSYSRSGVGF
RRSTSQVEGKRSWFSALNHCVTTGGSAC*                                                   
>Atha_AT5G60250                                                                 
MDFDSEYAFRLQMEEALAASLSSQSRTPQRPPSPPIVATCGVLIVENNPNDSKTAKTSSGYGFDFKRAVGGGNSKAKGKT
HESVTGVRTDERNPNIGLGNSRSTSTGHGNTKPLPQETVRPAQLVGEGSSRVNTAAGKINGNLLYRLYFKGLVSDENGKG



KMTDVVSGFGVAICDQRDNLLFEMKGPLIDNGMSRQGAELKALIRGLTEALKLGIKHIVFFCDSYPIFQYVTGKWMAKQK
KISLLLDDLQSIMQHFSSYQHVLVARNDVKFAYKLARESILSMVTPHEDPRQAKAVLKEECAICFNDIVAEGMFSVDKCR
HRFCFQCVKQHVEVKLLHGMAPKCPHDGCKSELVIDACGKLLTPKLSKLWQQRLQENAIPVTERVYCPYPRCSALMSKTK
ISESAKSLLSLYPKSGVRRCVECRGLFCVDCKVPWHGNLSCTEYKKLHPEPPADDVKLKSLANNKMWRQCGKCQHMIELS
QGCNHITCRCGHEFCYNCGGGWNKIMGTCLNRCPTWNEEYITRQDPARANVAANNYFDDEDDDDVDGDYDYDDFFHPHFG
HAMNDRNPEEPFDPFFDLPDGVLFTPQMLSSKSRQQLYLPDSDDSDDNATTQNAPAADENCPYFGKYGKYTIMYDSDGYE
LEDFTNPFHPDYPHF*                                                                
>Mgut_mgv1a005950m                                                              
MERGESSGSNAAAADDDVWAKLVPLDSSYSDIELRSNEVTICSETKSSLNDKHEWCKITREKDHISAVMKNNSCNSILVD
GAVVLKDDEIIISCGSEIIPGPEADGFMRYMFKVMPTKQICKKQIKITLDPEHAKCSICLNVWHDVVTIAPCLHNFCNGC
FSEWLKRCQEKRSTVLCPQCRAVVQFVGRNHFLHNIEEDIQKSDPSLRRSDEEIETLDRCSSIKSCLVIPGGRKSRKRAR
AQNNDENERDFPCPQCGTEYGGFQCSGSTVHLQCGACGGMMPDRSNPIVPQHCIGCDRAFCGAYWNSLQFPGSEAYPVCS
RETLKPIVEYSVTRLPLAVHEKNRHEQDITEKCISKMGRSVQDVISEWITKWSNREFDRTRIRLNHSDMITPDTHLCRDC
YDKFVSYLMYWFRVSLPKSLMPKEAVERVDCWYGFSCRTQHHNEEHARKRNHVCRPIRGAGVP*                
>Mgut_mgv1a012868m                                                              
MNTPTGGETAAPSTEAETVAAAKGGMPPASAAAFAEEERKRALIGKPPADDVCPICFGIFEVPCKTAPCGHWYCGKCILQ
LWNFSYASQMCKCPMCSQRITKLIPEASLYDMLEVETRKVLQSVDEYNNLYVGGFSGFMLKLRMAIPLYIKRRCREVLNG
ERQLALLNDLRILAMILGAVYSIIPFDFLRIGERNIHFLFDRSAFVAYLIVSLAAIYLHGRRQRRVREMVDLEAQND*  
>Mgut_mgv1a011883m                                                              
MENKKNNIGVRETTPEMVVKEEEESGGGTHQELTEYFDSDTDTDSDFDYWEAVEEEEEVIIREEGIKGGGYNKEKAPVDD
VCPICFDRFSIPCRSNCGHWFCANCILQFWMFRSSVQPCKCPLCCCRIVNLKPETSRNHITIPADNNVAEVLKKVDRYNG
LYINGVVGAFHIIVAMPLFMGRILRILMDPDGLRCIYYVMRLLGLCLALLYEKGEFEFIPTGGFGIQRAFDVGASILILC
LFFVGIGYRWVLRGRVRRLAALQASDS*                                                    
>Mgut_mgv1a003689m                                                              
MSASTASLDFESDSGSGADADDLLAIAIEQRRELMATIALDSDLDLAFDLQLQEALAASLTLNPQPSTSSAVIPQPRPDE
GFANFTDVLSDELLKLEQELKDQAVSEMEFKKLKNDLQRRIHDQRMAMEISEMPEEEWEDCGDDFERPFGEGTSKGDNDE
VFRVYFKGLVDKQLPNGKFLGGIGVAICDSRDELLFELRKPLLGNDTSRRCVEIRALIEGLSAAGDLELKRVVFFCDYYP
IFKFVTGQWLLKQKKPAELMNKVFDLKRKFTYCEPSLVPRNDIKFAFKLAREAIVLQECRAAESSSSCTSTETCVICLED
ANIEQIFSIDVCMHRYCFSCMKQHVEVKLLHGILPTCPHEGCTTELKIDSCSKFLTPRLVEIMSMRIKEASIPVTEKVYC
PYPKCSALMSKREVLEYSKSSLMGAEISGARKCLKCNGRFCIDCKVPWHQNLTCFDYKRRNPHPHIEEAKLKNLAATNLW
RQCVKCNHMIELATGCYHMTCRCGYEFCYTCGAEWKNKKATCSCPLWNEHNIIEDEFDDDEFDDEDEFDEDGEEEEEYED
EEYFDGDLLL*                                                                     
>Mgut_mgv1a018577m                                                              
MIILLKIAAEAFRSLVFSPQPQNPAAQQNSDGRATTVFRAETRNSRPSQLLIIQAQNLINFRQINIYHDSYGAAATGQHI
GSTVVFLLFSAGVFAYQKITAETTHHSAGEEETLSEPIAAAAAVTFTCEICADEKPLTSFRILACNHWYCSDCITKYISS
QLLENNAAAISCIAAGCDEHLDPYQLRSILPENVFVRWCDALCEASIEEEDKYYCLYKDCSAFLINDSESRKEIIAQAKC
PACGRCFCVTCKVQWHEGFLCEEFQKLRVDERSNEDLMLMNLAKENKWKRCPLCQIFVDRSEGCLFMKCRCGYTFCYNCG
APLKQHYCTNCKH*                                                                  
>Mgut_mgv1a007427m                                                              
MSHQTVKVRREAVVPCMTCLLCHKLLRDATTIIECLHTFCRKCIYYKLSDEEMECCPICNINLGCAPVEKLRPDHNLQDV
RAKIFPHRRIKVKAPNSATPVMLPAKRKERSLSSLVVSTPRVTAQTGMTGRRSKSIARKASKGSNFTIEKPVTNTIGDHL
ESFSSQEKLNKLSQNVKQNSAVGEPSMHSENYEGKVDLWKPLTCLVEAANGSKSSKSEEQRTFDNEEGLLRKTKNKELRK
KAKVKDEKNFSDHNTPLESDKPKKMRKIRHKVQNFGEMRVSPQVMLDAASAKSERRNYPIWFSLVASNEPEGDAPPLPQI
SASYLRIKDGTIPVSFIQKYLKRKLDLPNEVEVDIKCMGQTVVPTLTLNNLVDLWLQTTSTDRVSATIGSSAKDFVMVLG
YARRLPNS*                                                                       
>Mgut_mgv1a019311m                                                              
MEILSSIFDYEYDYRYYNSIYAEERQLEEALAASLHISSPPTNHHHATSSSSNHHHATSSSRNNQATSSSSSRTTSCEIC
TEDRRKSDMHKTEGCNHSFCYDCISKHIQYKLQQNIVPVTCPYPDCPNIIQPNNNNNNNNNGSSLIRSKIPQEVLDRWEK
ATIESIILASSDEIIHCPYEKCSEILVIENGVNVITETECPRCHKLFCAKCRVSWHYGFSCRDFQRLNRNDRDKRKLRLL
AKENKWKKCPNCRVFVDKTEGCVHITCRCKFEFCYVCGKRWKESHWNTCKE*                            
>Mgut_mgv1a025020m                                                              
MVTYRYNFSVLQKICSICLGSINTSQGSFTATCHHSFHFICITNTFAIPNPFPICPLCQPLPNYNAPLPNAPPSVPPSAP
QIPKLEPEPVQFSDDDPLLEPSSTTTTTTVGLEKVTINAVPERDVLAASESAPQFTVLIGLKAPPLPASSQRGAPVDLVT
VLDVSGSMKGTKLDLVKRAVNFVIDELGPSDRLSIVSFSNQAWRIFRLTRMTEAGRASAKLAVNSLVVIGNTNIVEGLKK
GARVLEERSYKNPVASIVFLSDGIDNCNHRPFFHLLPPSIYPANRLPHQQEIELFPVHAFGFGTDHDAVTMHAISDASGG
TFSFIESYEMVQGAFASCIGGLLSVVTQGLRLSLRSGSNGVVMKSIPSGRYPSEIADQGSKGTIHVGDLYADEEKEFLIN
LSIPIRKTSLLDIVCSYIDVVSEKETVEIESVEIRRARKGSPSDTKVKLEVDRQRNRLHAAESIAEAQKMAESGDVNGAR
DLLAKGRTDILGSSSAQAGDDMCVWLEEDMKETERRMGSAEQYNKEGRAYALAGMSSHGAQRATTKGKKVAGAERRYSPY
STKSMALMVVKAEQLSDDEAEPIIKKEPEN*                                                 
>Mgut_mgv1a006955m                                                              
MSHQVVKVRREAVAPCMTCPLCHKLFRDATTIIECLHTFCRKCIHKKLSDEEMECCPICNIDLGCVPLEKLRLDHNLQDV
RAKIFPYKRIKMRAPEVAPVTLPAKRKERSLSSLVVSTPRVSTQSGMTGRRSKFTARKASKGSSFTLEKPVKKEDMYMED



HPQRSSSPETLNKFPQTARQNSVANEPSNHPSSEKGKDNGWEAKVDLWKPLNCLVEAANRSKSSKFSNQGSLSKSEAVDS
HENEGLVAKSKNKEHKRKLKVQDEKNSSDCNLPDSERPKKFRRVRPKKAPDAGEFRVPAQTVLDSANAKFERRNYPIWFS
LVPDEKEGDGPSLPQIAASYLRIKDGSIPVSYIQKFLKMKLDLTSENEVEIKCMGQKVIPTLTLNNLVDMWLQTTSTEKV
SATIGSSAKDFVMVLGYARRVPDS*                                                       
>Mgut_mgv1a018122m                                                              
KLDKWYSKILDNYNSLDEVTDALKRAGLESSNLIVGIDFTNSNDWTGMRSNKGLSMHHIGNGPNPYEQAISIIAKTLAAF
DEDNLIPCFGFGDGTTYDLDVFSFTPGNKYCKGFEQVLSQYRDIVPKLQLAGPTSFGPIIEMAMTIVEKSGGQYHVLLII
ADGQVTRYDDTEEGKLSEQEQKTIEAIVAASKYPLSIILVGVGDGPWDMMKEFDDNIPARDFDNFQFVNFTEIMSKNIPQ
SQKEKEFALAALMEIPFQYKATMALNLLGERKGYHPERICQICLSNTKDMVLGCGHKTCSKCGQDLELMSNLSQ*     
>Mgut_mgv1a008946m                                                              
MERGESSGSISSGDDVWAKLVSVDSSYSDIELRSTELTICSEMKSSSSEKREWCKITREIDRNSALMQNTSGNSIIVDGI
AVKEGDTTVVICGSEIILGPESDGFRRYMFKVMPTKEICKVILDPEIAKCSICLSVWHDVVTVSPCLHNFCNGCFSMWLK
KCREKRSIVLCPQCRGIVQFVSRNPFLHSIEEDILKSDSSLRRTDEEIAHLDSHASIKLPDSSSCSGGAGTSSLYQGPAP
PPVFESLSEEMCYLRHTLDQQRQYIGNMVLLVRRVASHANVDISDIPPFQPQPFPGFQDDDEDDDEDGDNDDDEDDDEDD
DLDDDEDDDEDGDLDQDTDEDEVDDDLDRDTDVDEVW*                                          
>Mgut_mgv1a017950m                                                              
MEYSDGDFFYKPPFAIVDETRIRQLQDKDISEVCTLLSVSRSLACTMLRRNNWSKNTVFDEWFADEKKVRWSLGLLQKRK
PLKLYNQCKICFKSFKVESMLSGPCGHPFCINCWKSYIAASIDNGPGCLGLRCPEPRCKADPGLELIDSLASDCNKDKYY
KYLLGSYVEGCWNLKWCPGPGCDLAVQVKYKELKSYDVTCDCSYEFCWNCTEERHYPVDCRIVDKWTKRNTSKENNTRWI
QAFCKPCPGCKRNIERNEGCSHMICPCGHEFCWVCLRPSIETHTYCNANETRKDEWRTLESARENLKRYARHYECWAWNH
KSRESALDSLRLARKNCEPPFAIEALERIVESRRVVKWSYAYGYYLPLTEKRRVVYLRSLQLEAEGALERLQYYADSKIE
QYANDDLPSDELTDFRAGLVDMTNLTKNKIEKLVRALENDLREAGAETSTFSGGIRITENKGNNCKYMQNETVTLRPEST
GGEPTTQQNHSLPENPRLTGITHISVSLSHKTPIY*                                            
>Mgut_mgv1a025458m                                                              
MEVFSYDDDDDYYTSLLLMQYSQIIENNHNRLLSDDDKYAQELQLQETLISSFTGINCSHKFCKDCISKYITMKINRGKS
ASIACPGPDCEGIMGIEECVGGVVPKEVVTLWDQVICESVIIPLLQRFYCPYKNWKPIECPSCRRLFCVKCKVTWHSGFD
CGEFSRMREGERERDQDLMVHALTKKNKWRRCPRCGFFVERSAGCLHWGGPREYWVGG*                     
>Mgut_mgv1a011628m                                                              
MAEGESLTESSSDPNPNPNPNPDPCSICLSSVTQDSYLDKCFHKFCYNCIIRWINVVASKQSSASSTVTCPMCKTENLSI
IYGYDGTYFQRHYVGKSLENSEFFSEAHRYRLKCYYTEPGDLADKLQVPRYWKFRKYIQHNHFLGDWLRREFQALIQVED
VDIIMHHTLGVVDSLRRDWLKDPKISTEKVRQAFRASIYEAVRPFLTGRTERFVNELELFVGSGMNIEAFDKVYIKHLGW
KFLEINENEHDDEPSNENHTSAVPYLYILDEESDEN*                                           
>Mgut_mgv1a022384m                                                              
MEALTCDEDDYYTSLLLMEDSQIFEKKNTFFSDNDGDEDFAQKLQLQETLISSFTTSSQKPQRNTSSIEVGESSSSSKKR
RRLKEEKESSSPSKKRRRSKEEGESPRRSSSTSSRFVCEICTEKKKKYKIFPFLNHNCSHKFCTECISKYLTTKLKRGKS
PSIACPGPDCEGILGIEECVGGVVPKEVVTLWDEVICESVIIPSSQRFYCPYKNCSALMMNDSDTRNTMREAECPSCRRL
FCVKCNVPWHSGFECGDFSRMRESESEREDLKLHALAKKKKWRRCRRCKFFVERNKGCLHMTCRLVNFVLYYIQNCYTVH
FYYCDNLGL*                                                                      
>Mgut_mgv1a027008m                                                              
SNFLCSIYFSTELSRQISHETVTPPDDELTNYDAEEIHLQETVLASILPSPSFLLEEEEPIVETSSRSFCEICLEEKASW
QMFENDRCPHSFCYECTISHIISKIQDKANEIPCPAINCKAVLNSDSCRQIIPQKALVQWDEIHCMSLILDSQKLYCPFL
DCSALFVNEFGGILGEIECLVCKRRFCGECMVAWHSDFTCKEFQKVYAKKGGKSDKIVKMLAKKRNWQKCPKCKMYVEKA
EGCLHITCRCKYEFCYRCGSKWSESESHGNCKQKSRCCIFF*                                      
>Mgut_mgv1a005318m                                                              
MDEDFDLAYSLQFEEALKASLLDGGVMLTNADSATLPSDLLQKENLQRYDQELLDQYLAEEEAKRLQLDLNRQIHDRAFA
CEIVKVPDEEWGKTGNKLKRPYGEGSSSSANREGLRFRVYAKGLVDQIDGGIGVAICDGNDNLVFELSKNFSGKESQSNH
ELVELKALIEGLEIAVLLGLNMIDIVTDNPLLHEYMTVKNRPMKANVATLFDQIKLLLRKFTSSNASLVNQNEMKAFKLA
MNAMASSTVNRSREENNRTENCAICFEDTYADQMFQIAGCLHSFCTSCMSKHVQFKLLQGILPKCPSDKCKSELTLDSCK
TFLTRQLFDIMSQRMKEASIPAEEKIYCPYPRCSTLHSKSELKGSMGNFNSEVLGARKCPKCNGIFCVNCKVAWHSNMSC
LDYKKLNPYPCKEDKKLTSLATQNLWRQCPKCSHMVSLATGCYHIYCRCGHEFCYTCGAEWKKKKATCTCPIWDERNIIY
ANQNRPQRG*                                                                      
>Mgut_mgv1a010986m                                                              
MEILSSIFDEYDYQYDNNLSPSDDSVYAEELQLQEALAASLHISSSSSSSRNHHATSSSRNNHATSSSRNHHATSSSRNN
HATSSSRNNHATSSSRNHHHAMSSSSSSTRIISCEICTEDKRKSDMHKIEGCDHSFCHDCISKHIQYKLQQNIANIPFFD
RWEKAITESTILASSEEIIHCPYEKCSEILVIENGGNVITETECPRCHKLFCAKCRVSWHHGFDCRDFQRLDRNDKEKRK
LRLLAKENKWKKCPNCRVFVDKTEGCVHITCRCKFEFCYICGKSWNESHWNTCKE*                        
>Mgut_mgv1a009173m                                                              
MDRRTLASSSSSTSSSSVHPPPPEDAWYNTYLKLLPQSQSLHSSSRAVIPIEISRVNQVDAGRLDIEMSAMLKEQLVKVF
SLMKPGMLFQYEPELDAFLEFLIWRFSIWVDKPTPGNALMNLRYRDERAVEARGKVRTGLEGPGLTVSQKIWYCVATVGG
QYIWARLQSFSAFRRWGDTEQRSLARRSWHLLQRIEGFYKAASFGNLLVFLLTGRYRSLIERALRARLVYGSPHMNRAVS
FEYMNRQLVWNEFSEMLLLLLPLLNSSSVKKLLQPFSKDKSSNSEGDEALCPICQATPSTPFLALPCQHRYCYYCLRTRC
SATMAFRCSRCSEPVVAMQRHGSSSSNIAR*                                                 



>Acoe_001_00376                                                                 
MLKEQLVKVFTLLKLEAFLEFLIWRFSIWVDKPTPGNSLMNLRYRDERATTMRGKDVRTGLEGPGLTTSQKIWYCLASVG
GQYIWARLQSFSAFRRWGDSEQRSYAHQLWDFLQRVEGFYKAASFSNLLIFLYTGRYRSLIERALRARLVYGSPNMNRAV
SFEYMNRQLVWNEFSEMLLLLLPLLNSSSIRKILLPFSRDKDSASAADEATCPICQANPTIPFVALPCQHRYCYYCLRTR
CAAVTSFRCTRCNEPVIAMQRFGFGDSISKTPQS                                              
>Acoe_002_01339                                                                 
MAQVSNLPCDGDGVCMLCKTKPPEEETLTCKTCITPWHVACLSSPPETLLDSIDWDCLDCSSIYAAVGETSNTNIVPVGQ
SDGSDNLIAAIKAIEADESLTEQEKAKKRQLLMTKGKGIADLDDDDDDDENKKKSGGKDMTDHLDAGLYCVFCFKLPERP
VSTPCGHNFCLKCFQKWTSKKNFTCAKCREPIPPGMASQPRINAAVVATIRMAKAAMLISSEAPQKVNHFVHNQERPDKA
FTTERAKRTGKANACSGKIFVTVPPDHFGPILAENDPVRKQGVLVGEVWEDRMECRQWGAHLPHVAGIAGQSEYGAQSVA
LSGGYADDEDHGEWFLYTGSGGRDLSGNKRTSKDQAFDQKFDKMNEALRVSCKKGYPVRVVRSHKEKRSAYAPTDKGVRY
DGVYRIEKCWHKIGKQNHKVCRYLFVRCDNEPAPWTSDEHGDRPRPLPVIEELKAATDVTEREEDPSWDYDEEESCWKWK
RPPPLSRKAMDAKNPEDRKRARKATKKAENLSGRDKLLKGLSCTICRNVMKLPVTASCGHSFCKSCLEGAFSGQTFVRER
NCAGRRSLRAKKNVLKCPDPECLIDISESIKNPQVNRGLMGTIESLQVNPEEIDEDASNEESAGNIKADNKAKRAYKRRK
INNDNNSPEEQNFDSVSGHTKEAMDVENQSPTIESNPKITASKDSPSSTLAQLDADDLE                     
>Acoe_002_01340                                                                 
MAQVSNLPCDGEGICMLCKTKPSQEETLTCKTCITPWHITCLSSPPETLLSSLQWDCPDCSSISAVGETTTFVSVGLSDG
SGDLIAAIRAIEADESLTEQQKAKKRQQLMTKGKGDESVSDLDDEEKEKTSEENDVLNLLDENFNCSFCMKLPERPVRTP
CGHNFCLKCFEKWISKGKRSCAKCRTTIPSKMASQPRINLSLVAAIRMAKMSKSITSGTQQKVYHFVHNQHRPDKAFTTE
RAKKSGKANACSGKIFVTVPPDHFGPILAENDPDRKQGVLVGECWEDRMECRQWGAHLPHVAGIAGQSEYGAQSVALSGG
YEDDEDHGEWFLYTGSGGRDLSGNKRTNKSQSFDQKFDKMNEALRVSCKKGFPVRVVRSHKEKRSSYAPEKGVRYDGVYR
IEKCWRKAGVQGFKVCRYLFVRCDNEPAPWTSDEHGDRPRPLPAIKELKGATDITERKEGPSWDYDEKDSCWKWKRPPPV
SRRSVDTGNPEDRKRARKAISKAQNLSVRERLLKEFSCSICRNVLNLPLTTDCGHNFCKPCLEGAFSGQSFVKERTCAGR
RTLRAQKNVMKCPVSVCSFDISDFLKNPQVNSELMGMIESLQRKTEENFEKISEEEPTGTDEPSEMVSEEYEITERQDGA
NVVQNPLANPLKHVYKRRKYTDESKLSKPDGMENMDESSELENVKPMSTGTGTGDNEMEVKNSTPMSKSKLKANDGETTP
IKLYEEVANEGSYSPSSPLHVRSDDDSE                                                    
>Acoe_011_00202                                                                 
MHDIIYVDSSDDWHSGETTMDDEGSYPIGDSIDNECDEEEGYLESNNDDDTTSHGEKNYTVLSEDDIRRRQEKDILEVSS
VLSIPKFEASILLHHYNWSISNLHDAWFADEEKVRMTIGLSKKPVIEYPNAKKLTCAICFDTYWRHRMHAAACGHLFCSS
CWGSYISTSINDGPGCLMLRCPDPSCGAAVSQEMINALVSDEAKEKYARYLLRSYVEASRKSKWCPAPGCGYAIDFVLGS
GSYDVSCKCTNSFCWNCTEEVHRPVECDIVSKWMLKNTAESENTTWILANSKPCPKCKRPIEKRDGCMHMTCTPPCRFEF
CWLCLGSWLDHGDKTGGFYACNRYEKAKKEGVYDEAETRRAMAKSSLERYAHYYERWEYNEKSKVKAMKYLQELQTVHVE
KLSNDYCQSKFQLKFIVDAWLQIIECRRVLKWTYAYGYYLLEHDETKGQFFEYLQGEAESGLERLNIFADEDLKPFIDGK
FKSKDPNCAEGDLKTIIDGKSKSEDPNCAEEDLKPIIDETPKIEDFNAFRAKLSDLTTVTRKYFENLVRALENGLTDVDS
VGACNKPGNSKASAAVKSWRGRSGATSRSSIFGRSQEEQAPSLPQTHHGRQTQQQQQQQQGSWSCEHCTYFNQESPTICY
ICNQHRGSWSCELCTYFNSTSTTICQMCNGER                                                
>Acoe_013_00376                                                                 
MVSFQFRSRSANFIYSRSNLHDAWFADEEKVRMTIGLLKKPVIEYPNAKKLTCAICFDTYWRHRMHDAACGHLFCSSCWG
SYISTSINDGPRCLMLRCPDPSCGAAVSEEMINALVSDEISYVEASRKSKWCPAPGCGYAIDFVLGSGSYDVSCKCTNSF
CRNCTEEVHRPVECDIVTKWMLKNTAESENTTWILANSKPCPKCKRPIEKRDGCMHMTCTPRCRFEFCWLCLGSWLLS  
>Acoe_013_00930                                                                 
MGNHISQDSSFTCTICMNLVSSTKRFINKGGTCKNHSYCTDCIEKHVQAKLEVYDNSKIKCPGLDCKNLLDPLACQSFLS
SKVFVRWCDVLCEYNQH                                                               
>Acoe_014_00329                                                                 
MEEEEEEEEEMQYPECPVCLQVYNNETTIPRVLSCGHSACQTCLPQLPQRFPNIIRCPSCNQLVHYPNNHGGSSSLPKNI
DLLSFISQQQQHQQNPQNPNPQYPNSSEKSVKQLSQGHEFLPKFWSEEFYTIWKDWVLEIDSIEIEMIGVGDGDDHDPHI
SLLRGRKDGEIVSLLYVGSAVLNDSVFDFSYVVRIMQFLYQLNGSLRDELCLILRSLKLRFRVCKVYGLWMNSENGSVFL
VCEMLNSDLKEKLSEWRNRIVCENGNEVIRDGKQRKELNWGMPGFAVVGMELCEALASLHADGLVSGCLALSCFHFDGFG
RVFVNSNEVLVLGRRIRKWVREFAASGCQRSEETERIMDDIIKIQPTVNLELLFSLLHKEGVALDFGSSECSVGYFSDVW
SLGCILVSFLDGGGLNHEYFYQLIPQIGEKTCDEFLGLYTDWVERVNLLLENLLGPDYVALHQILCRCLEYDPGNRPLVT
DVWKCIRDLLVRPQDDILGSLDTGGSLKNMIHCISLGHMCDMPTENDREFQNQNDHNLEGSGVAIGFQQDGDGKNEKNLV
EGLRIGKFECVDLMGHADCISGLAVGGGFLFSSSFDKTVNVWSLQDCSHVQSFKGHEHRVMGVVFVDAAEPLCVSGDSGG
GIFVWGVGASLQQDPLKSWYEQKDWRYSGIHALAVSGTEHIYTGSGDKSVKAWSLQDYTLVCTMNGHKSVVSSLVVCDGV
LYSGSWDGTIRLWSINDHSPLTVLGDDTPGNLTSVLSLSVYHHTLAAAYENGCVKLWRNDMLSRSIETQSGAIFALDIKE
EWLFMGGWNKTVDVKELSGNELHVDSRSVGSVACNSVVTAVLYWEGKLFIGLADTSVKVYSYRSMEEEEEEEEEMQYPEC
PVCLQVYNNETTIPRVLSCGHSACQTCLPQLPQRFPNIIRCPSCNQLVHYPNNHGGSSSLPKNIDLLSFISQQQQHQQNP
QNPNPQYPNSSEKSVKQLSQGHEFLPKFWSEEFYTIWKDWVLEIDSIEIEMIGVGDGDDHDPHISLLRGRKDGEIVSLLY
VGSAVLNDSVFDFSYVVRIMQFLYQLNGSLRDELCLILRSLKLRFRVCKVYGLWMNSENGSVFLVCEMLNSDLKEKLSEW
RNRIVCENGNEVIRDGKQRKELNWGMPGFAVVGMELCEALASLHADGLVSGCLALSCFHFDGFGRVFVNSNEVLVLGRRI
RKWVREFAASGCQRSEETERIMDDIIKIQPTVNLELLFSLLHKEGVALDFGSSECSVGYFSDVWSLGCILVSFLDGGGLN
HEYFYQLIPQIGEKTCDEFLGLYTDWVERVNLLLENLLGPDYVALHQILCRCLEYDPGNRPLVTDVWKCIRDLLVRPQDD
ILGSLDTGGSLKNMIHCISLGHMCDMPTENDREFQNQNDHNLEGSGVAIGFQQDGDGKNEKNLVEGLRIGKFECVDLMGH



ADCISGLAVGGGFLFSSSFDKTVNVWSLQDCSHVQSFKGHEHRVMGVVFVDAAEPLCVSGDSGGGIFVWGVGASLQQDPL
KSWYEQKDWRYSGIHALAVSGTEHIYTGSGDKSVKAWSLQDYTLVCTMNGHKSVVSSLVVCDGVLYSGSWDGTIRLWSIN
DHSPLTVLGDDTPGNLTSVLSLSVYHHTLAAAYENGCVKLWRNDMLSRSIETQSGAIFALDIKEEWLFMGGWNKTVDVKV
CIIIMLAMEEEEEEEEEMQYPECPVCLQVYNNETTIPRVLSCGHSACQTCLPQLPQRFPNIIRCPSCNQLVHYPNNHGGS
SSLPKNIDLLSFISQQQQHQQNPQNPNPQYPNSSEKSVKQLSQGHEFLPKFWSEEFYTIWKDWVLEIDSIEIEMIGVGDG
DDHDPHISLLRGRKDGEIVSLLYVGSAVLNDSVFDFSYVVRIMQFLYQLNGSLRDELCLILRSLKLRFRVCKVYGLWMNS
ENGSVFLVCEMLNSDLKEKLSEWRNRIVCENGNEVIRDGKQRKELNWGMPGFAVVGMELCEALASLHADGLVSGCLALSC
FHFDGFGRVFVNSNEVLVLGRRIRKWVREFAASGCQRSEETERIMDDIIKIQPTVNLELLFSLLHKEGVALDFGSSECSV
GYFSDVWSLGCILVSFLDGGGLNHEYFYQLIPQIGEKTCDEFLGLYTDWVERVNLLLENLLGPDYVALHQILCRCLEYDP
GNRPLVTDVWKCIRDLLVRPQDDILGSLDTGGSLKNMIHCISLGHMCDMPTENDREFQNQNDHNLEGSGVAIGFQQDGDG
KNEKNLVEGLRIGKFECVDLMGHADCISGLAVGGGFLFSSSFDKTVNVWSLQDCSHVQSFKGHEHRVMGVVFVDAAEPLC
VSGDSGGGIFVWGVGASLQQDPLKSWYEQKDWRYSGIHALAVSGTEHIYTGSGDKSVKAWSLQDYTLVCTMNGHKSVVSS
LVVCDGVLYSGSWDGTIRLWSINDHSPLTVLGDDTPGNLTSVLSLSVYHHTLAAAYENGCVKVCDTLVALFNVFDLISII
LQSSMLKMEEEEEEEEEMQYPECPVCLQVYNNETTIPRVLSCGHSACQTCLPQLPQRFPNIIRCPSCNQLVHYPNNHGGS
SSLPKNIDLLSFISQQQQHQQNPQNPNPQYPNSSEKSVKQLSQGHEFLPKFWSEEFYTIWKDWVLEIDSIEIEMIGVGDG
DDHDPHISLLRGRKDGEIVSLLYVGSAVLNDSVFDFSYVVRIMQFLYQLNGSLRDELCLILRSLKLRFRVCKVYGLWMNS
ENGSVFLVCEMLNSDLKEKLSEWRNRIVCENGNEVIRDGKQRKELNWGMPGFAVVGMELCEALASLHADGLVSGCLALSC
FHFDGFGRVFVNSNEVLVLGRRIRKWVREFAASGCQRSEETERIMDDIIKIQPTVNLELLFSLLHKEGVALDFGSSECSV
GYFSDVWSLGCILVSFLDGGGLNHEYFYQLIPQIGEKTCDEFLGLYTDWVERVNLLLENLLGPDYVALHQILCRCLEYDP
GNRPLVTDVWKCIRDLLVRPQDDILGSLDTGGSLKNMIHCISLGHMCDMPTENDREFQNQNDHNLEGSGVAIGFQQDGDG
KNEKNLVEGLRIGKFECVDLMGHADCISGLAVGGGFLFSSSFDKTVNVWSLQDCSHVQSFKGHEHRVMGVVFVDAAEPLC
VSGDSGGGIFVWGVGASLQQDPLKSWYEQKDWRYSGIHALAVSGTEHIYTGSGDKSVKAWSLQLWRNDMLSRSIETQSGA
IFALDIKEEWLFMGGWNKTVDVKELSGNELHVDSRSVGSVACNSVVTAVLYWEGKLFIGLADTSVKVYSYRS        
>Acoe_017_00616                                                                 
MTVKYLRVQRSVLEECFTCPICHDLFEKATTISECLHTYCNNCITEIFKKRGANVCPVCKIDLGCRPANTLRVDHNLQDI
KSTVFPSDDNMVNAPEVTPSMSMPPRMRKERSLLSLGVITPQAQPSFTGRRTRVVARKAGALGGSKFSSGVDDFVDDYPD
GTNSLGNSSKSTRNRRQNLSISEPSKCQIPRRHAENGDGPQAERVNAQEPFGGLVEVDKAPDDFARAKVTDTPNSEIGRR
RNKGKELADESKGQNENNGTNGVSPELIPRNMNKRGRRRGTSLKVQGVSAQAVLDAMSIQQSRPRNPIWFSLVASPNQEE
YGSLPQINPRYLRIKDNGMTILSIQKYLMMKLNLISEKEVEVWFMGELIPPTQQFKVLLDRWFQITAPAERIQAITGTSG
EQFVMVLHYARNFENSMTVKYLRVQRSVLEECFTCPICHDLFEKATTISECLHTYCNNCITEIFKKRGANVCPVCKIDLG
CRPANTLRVDHNLQDIKSTVFPSDDNMVNAPEVTPSMSMPPRMRKERSLLSLGVITPQAQPSFTGRRTRVVARKAGALGG
SKFSSGVDDFVDDYPDGTNSLGNSSKSTRNRRQNLSISEPSKCQIPRRHAENGDGPQAERVNAQEPFGGLVEVDKAPDDF
ARAKVTDTPNSEIGRRRNKGKELADESKGQNENNGTNGVSPELIPRNMNKRGRRRGTSLKVQGVSAQAVLDAMSIQQSRP
RNPIWFSLVASPNQEEYGSLPQINPRYLRIKDNGMTILSIQKYLMMKLNLISEKEVSHIWPFSITKLQSIFSVQAI    
>Acoe_020_00540                                                                 
MLRATMPDGCVKVRKNTPVNCLTCPLCFNLLTEATTICLCLHTFCRACLYQKLEDDRKNCCPVCNVYLGSCPEEKLRPDN
NLQAIRMKVFPVKKSSAFESKSRTPMLTKRKERSLSSISATSTVIRDDKLATRAALRKSIRSKEVNNKFRNKKDVKGVIK
NPCSSSSPEGSNKLSKVSKKMTSGNKTAYEPHTHPECSFNMQDKCPEWEGLNVLAETADRAENLNMDLLVSAIDVNNEKN
LPTNNTGKLKSRAQDLKSDKSNTNVNAEYHSVHSKKISPNSDVAVKINDSKMPYVEASIANRSPVNTLRRLYPVWFVLLA
CRNKKRVPYPQIPNRYIRIKDRNVPVSCINKYLVQKLNLRHESEVEVMCCGQAAPPNATLNELVDIWVRSEPDIDGSSSD
VHNFVMVLTYRRR                                                                   
>Acoe_021_00094                                                                 
MAEVSNLPCDGEGFCMLCKTKPPQEETLTCNTCITPWHIACLSSPPATLAHSIEWDCPDCSSIYAVGETSTTNIVSVGQS
DGSDNLIAAIRAIEADKSLTEQEKDKKRQLLMTKGKRVADLDDHEDEDEDEHKKKKTKRVGKDITDCLDKDLYCVFCMNL
PKRPVTTPCGHNFCLKCFQKWNTSKNNLTCAKCRCSIPESMARQPHINATAAVTIRMAKKSKLISSEAQRADEAFTTERA
KRTSKCSGKIVVTVPPHHFGPILAENDPVRKQGVLVGEVWKDRMECRKWGAHLPHVAGIAGQSNYGAQSVALSGDYQDDD
DHGEWFLYTGSGGRDRSGNKCRNKDQSSDQKFEKMNKALRVSCMKGYPVRVVRSHMKKGSVNPPDKGVRYDGIYRIEKCW
RKIGEQAKYKVCRYLFVRCDNEPAPWKNDVHGDRPRSLPVIEELEAATDVTERKEDPSWDYDEEESCWKWKRPPPLSKRA
PKARKNAKNLSPRERLLEGLSCTMCRNVMNIPVTAGCGHSFCKSCLEGAFSGQTFVRERICADGKNLRSQKKVMKCPNRK
CFIDISESVKNPQVNHGLMGTIVSLQRKTEDEINEDTSGVESCQDSN                                 
>Acoe_030_00396                                                                 
MEFADGCESGNYVENKKLDLEVEEEEDFCSCCAEEDDWKESEEDSVIELMRADEKEFGLKLFFKGVSIAGTGDSDCGFSG
IGVVMERSLGVPVIQVQKKLDFYVEESVAEYLALLEGLVEALRSNTRRILAFTDCKILYDQLVHEDRVKNQLLIALKERI
MEHTSKLDSFILKLIPTIELERPLRLAQIAIGIVCLPSKGDKLIEDCSICCEEKLPSMMISMKCSHKFCSHCMRTYVEGK
MQTSQVPIRCPQLKCKYYISASECRRFLPEACYKMLEKVLVEANFLDSEKIYCPYPNCSLLLNPRQCISTRASSSSHVET
NCYECPECERFICLDCEVPWHASLTCEEYQNLPIEERDAGDITLHRLAQNEKWRRCQQCRRMIELTQGCYHMTCWCGHEF
CYSCGAEYNDGHQTCQCAFWDEESFEIPVTQSNDSGYWGWDSFDSVPTITDAYSDQERSQLALIQRFLAGGFGLSDHQPY
QSPPQCTDPYVDTIKELHQLPWLERFVSVISDNYYEDYTQMEFADGCESGNYVENKKLDLEVEEEEDFCSCCAEEDDWKE
SEEDSVIELMRADEKEFGLKLFFKGVSIAGTGDSDCGFSGIGVVMERSLGVPVIQVQKKLDFYVEESVAEYLALLEGLVE
ALRSNTRRILAFTDCKILYDQLVHEDRVKNQLLIALKERIMEHTSKLDSFILKLIPTIELERPLRLAQIAIGIVCLPSKG
DKLIEDCSICCEEKLPSMMISMKCSHKFCSHCMRTYVEGKMQTSQVPIRCPQLKCKYYISASECRRFLPEACYKMLEKVL
VEANFLDSEKIYCPYPNCSLLLNPRQCISTRASSSSHVETNCYECPECERFICLDCEVPWHASLTCEEYQNLPIEERDAG



DITLHRLAQNEKWRRCQQCRRMIELTQGCYHMTCWYEQFFPRLELLLLFYSAHTHTPPKMATWH                
>Acoe_041_00033                                                                 
MAHNSELPCDGDGLCMVCKNKPAEEDTLTCKTCNTPWHVSCLSSPPETLVSTLQWNCPDCSLLFTDIVPALKSVESGDLL
SSIRAIEADESLTELEKAKKRQDLMSRGVNGKKNKEDDVDGGDSEVFELLGGNLNCSFCMQLPDRPVTTPCGHNFCLKCF
EKWIGQGKRTCAKCRSKIPSNMASHPRVNSSLVIAIRMAKMSKSFTTKVEPLKVYHFVHNQNRPDKAFTTERAKRAGKSN
ACSGKIFVTVPSDHFGPILAENDPERKQGVLVGECWEDRMECRQWGTHLPHVAGIAGQSDYGAQSVALSGGYEDDEDHGE
WFLYTGSGGRDLSGNKRTNKEQSFDQKFEKYNEALRVSCMKGYPVRVVRSHKEKRSSYAPEKGVRYDGVYRIEKCWRKIG
IQGHKVCRYLFVRCDNEPAPWTSDEHGDKPRPLPAIKELKKATDITERKEKPSWDFDEVERCWKWKRTPPMSRKRMDTGD
PEERHKAAQLMYSVDPEERQRARRAAKKAQNLSVRERLLKEFSCLICRKVITLPLTTPCAHNFCKHCLEGAFAGQTFYKE
RNCEGRRTLRAQKNIMKCPHCPMDISEFLQNPQINRELMDVIESLRIKTEENVEEAEADVEESSKEESDSTDKKPEAGEE
NVDEAEADVEESSKEESDSTDEKPAADVDMEVSKESLHELEGGKKSKQNSPIKSKPMPTKLGGEQKEISPMKKCDALSKD
KKDSSLEDKITGSDKEKLQTPTTDSRLKRKKADNDNCGSSGVRTRSMRSKELIDEENDSQVEKSKGTRLYKKKKLNFADS
VSKVGGMRTRSQVLRD                                                                
>Acoe_043_00014                                                                 
MSISPIHAQRSASSSSSSSLTLSSNPTSNHGFLLQPSSSSSQQQQLVASSSGSLPISVSDHPVPISDATVSSAADTGGFT
NKVTDTRRPNGQKSTRRQYNGNHFQNHSSGRGRTSYQLRNDQVESAQQAGQLSEALDYPQNQPTSSAAHSTTRKNQSTNA
NHLLNFRYDRISRSQSRIPPPPRRQQKIRPYNKDLFLQANYRFVLLDSGNYSVESIDADKMLQWEDVVCVRYSTPHPVQC
PICLETPLCPQITSCGHIFCFPCILRYLSMGDEDHKGDCWKKCPLCFLMISLKDLYTIYIETVKHYQLGDIIQFTLLTRL
KSSLLPSLKNEHDRGDTDSDSVDLCDNFSKFTLTSNVELSVGDAYSELKDWLARAEAGLVDDLQQLPYVCAALEELEKRK
RFWTEMRSLISSPPIENSSAPNIKACEHSWKIESHLYSSVANDAIDSEVLHPIPTPCVVDNKSKCIGSKTTEKLDVVELV
TEIGELFETSEGEEKLSSSYEDENLLQRHSNGFKQIKEKDSYFFYQAVDGQHLILHPLNMKCLLHHFGSYDLLPPRISGK
ILQLETVTQTEDMRRRYRFLSHFSLTTSFQLCEIDMSEVLPSDALLPFMDEIKKRENQRKRFIKKEQQEKIRAEAALIHT
MPISYNFGYSSIQKSFSMDEFEALGNAPLPSTPPMTSERKRFSDVARLGFASAHDSPLLKAEESTNVSSTTEERGEASAG
PRSVVTMSFANIMSTSRSSESGETQKMDALVGKKGKKPSRVLLSTAGGRRYMSISPIHAQRSASSSSSSSLTLSSNPTSN
HGFLLQPSSSSSQQQQLVASSSGSLPISVSDHPVPISDATVSSAADTGGFTNKVTDTRRPNGQKSTRRQYNGNHFQNHSS
GRGRTSYQLRNDQVESAQQAGQLSEALDYPQNQPTSSAAHSTTRKNQSTNANHLLNFRYDRISRSQSRIPPPPRRQQKIR
PYNKDLFLQANYRFVLLDSGNYSVESIDADKMLQWEDVVCVRYSTPHPVQCPICLETPLCPQITSCGHIFCFPCILRYLS
MGDEDHKGDCWKKCPLCFLMISLKDLYTIYIETVKHYQLGDIIQFTLLTRLKSSLLPSLKNEHDRGDTDSDSVDLCDNFS
KFTLTSNVELSVGDAYSELKDWLARAEAGLVDDLQQLPYVCAALEELEKRKRFWTEMRSLISSPPIENSSAPNIKACEHS
WKIESHLYSSVANDAIDSEVLHPIPTPCVVDNKSKCIGSKTTEKLDVVELVTEIGELFETSEGEEKLSSSYEDENLLQRH
SNGFKQIKEKDSYFFYQAVDGQHLILHPLNMKCLLHHFGSYDLLPPRISGKILQLETVTQTEDMRRRYRFLSHFSLTTSF
QLCEIDMSEVLPSDALLPFMDEIKKRENQRKRFIKKEQQEKIRAEAALIHTMPISYNFGYSSIQKSFSMDEFEALGNAPL
PSTPPMTSERKRFSDVARLGFASAHDSPLLKAEESTNVSSTTEERGEASGPRSVVTMSFANIMSTSRSSESGETQKMDAL
VGKKGKKPSRVLLSTAGGRRYMSISPIHAQRSASSSSSSSLTLSSNPTSNHGFLLQPSSSSSQQQQLVASSSGSLPISVS
DHPVPISDATVSSAADTGGFTNKVTDTRRPNGQKSTRRQYNGNHFQNHSSGRGRTSYQLRNDQVESAQQAGQLSEALDYP
QNQPTSSAAHSTTRKNQSTNANHLLNFRYDRISRSQSRIPPPPRRQQKIRPYNKDLFLQANYRFVLLDSGNYSVESIDAD
KMLQWEDVVCVRYSTPHPVQCPICLETPLCPQITSCGHIFCFPCILRYLSMGDEDHKGDCWKKCPLCFLMISLKDLYTIY
IETVKHYQLGDIIQFTLLTRLKSSLLPSLKNEHDRGDTDSDSVDLCDNFSKFTLTSNVELSVGDAYSELKDWLARAEAGL
VDDLQQLPYVCAALEELEKRKRFWTEMRSLISSPPIENSSAPNIKACEHSWKIESHLYSSVANDAIDSEVLHPIPTPCVV
DNKSKCIGSKTTEKLDVVELVTEIGELFETSEGEEKLSSSYEDENLLQRHSNGFKQIKEKDSYFFYQAVDGQHLILHPLN
MKCLLHHFGSYDLLPPRISGKILQLETVTQTEDMRRRYRFLSHFSLTTSFQLCEIDMSEVLPSDALLPFMDEIKKRENQR
KRFIKKEQQEKIRAEAALIHTMPISYNFGYSSIQKSFSMDEFEALGNAPLPSTPPMTSERKRFSDVARLGFASAHDSPLL
KAEESTNVSSTTEERAGPRSVVTMSFANIMSTSRSSESGETQKMDALVGKKGKKPSRVLLSTAGGRRYMSISPIHAQRSA
SSSSSSSLTLSSNPTSNHGFLLQPSSSSSQQQQLVASSSGSLPISVSDHPVPISDATVSSAADTGGFTNKVTDTRRPNGQ
KSTRRQYNGNHFQNHSSGRGRTSYQLRNDQVESAQQAGQLSEALDYPQNQPTSSAAHSTTRKNQSTNANHLLNFRYDRIS
RSQSRIPPPPRRQQKIRPYNKDLFLQANYRFVLLDSGNYSVESIDADKMLQWEDVVCVRYSTPHPVQCPICLETPLCPQI
TSCGHIFCFPCILRYLSMGDEDHKGDCWKKCPLCFLMISLKDLYTIYIETVKHYQLGDIIQFTLLTRLKSSLLPSLKNEH
DRGDTDSDSVDLCDNFSKFTLTSNVELSVGDAYSELKDWLARAEAGLVDDLQQLPYVCAALEELEKRKRFWTEMRSLISS
PPIENSSAPNIKACEHSWKIESHLYSSVANDAIDSEVLHPIPTPCVVDNKSKCIGSKTTEKLDVVELVTEIGELFETSEG
EEKLSSSYEDENLLQRHSNGFKQIKEKDSYFFYQAVDGQHLILHPLNMKCLLHHFGSYDLLPPRISGKILQLETVTQTED
MRRRYRFLSHFSLTTSFQLCEIDMSEVLPSDALLPFMDEIKKRENQRKRFIKKEQQEKIRAEAALIHTMPISYNFGYSSI
QKSFSMDEFEALGNAPLPSTPPMTSERKRFSDVARLGFASAHDSPLLKAEESTNVSSTTEERGPRSVVTMSFANIMSTSR
SSESGETQKMDALVGKKGKKPSRVLLSTAGGRRYMSISPIHAQRSASSSSSSSLTLSSNPTSNHGFLLQPSSSSSQQQQL
VASSSGSLPISVSDHPVPISDATVSSAADTGGFTNKVTDTRRPNGQKSTRRQYNGNHFQNHSSGRGRTSYQLRNDQVESA
QQAGQLSEALDYPQNQPTSSAAHSTTRKNQSTNANHLLNFRYDRISRSQSRIPPPPRRQQKIRPYNKDLFLQANYRFVLL
DSGNYSVESIDADKMLQWEDVVCVRYSTPHPVQCPICLETPLCPQITSCGHIFCFPCILRYLSMGDEDHKGDCWKKCPLC
FLMISLKDLYTIYIETVKHYQLGDIIQFTLLTRLKSSLLPSLKNEHDRGDTDSDSVDLCDNFSKFTLTSNVELSVGDAYS
ELKDWLARAEAGLVDDLQQLPYVCAALEELEKRKRFWTEMRSLISSPPIENSSAPNIKACEHSWKIESHLYSSVANDAID
SEVLHPIPTPCVVDNKSKCIGSKTTEKLDVVELVTEIGELFETSEGEEKLSSSYEDENLLQRHSNGFKQIKEKDSYFFYQ
AVDGQHLILHPLNMKCLLHHFGSYDLLPPRISGKILQLETVTQTEDMRRRYRFLSHFSLTTSFQLCEIDMSEVLPSDALL
PFMDEIKKRENQRKRFIKKARILISFFVHLYLMSISPIHAQRSASSSSSSSLTLSSNPTSNHGFLLQPSSSSSQQQQLVA
SSSGSLPISVSDHPVPISDATVSSAADTGGFTNKVTDTRRPNGQKSTRRQYNGNHFQNHSSGRGRTSYQLRNDQVESAQQ



AGQLSEALDYPQNQPTSSAAHSTTRKNQSTNANHLLNFRYDRISRSQSRIPPPPRRQQKIRPYNKDLFLQANYRFVLLDS
GNYSVESIDADKMLQWEDVVCVRYSTPHPVQCPICLETPLCPQITSCGHIFCFPCILRYLSMGDEDHKGDCWKKCPLCFL
MISLKDLYTIYIETVKHYQLGDIIQFTLLTRLKSSLLPSLKNEHDRGDTDSDSVDLCDNFSKFTLTSNVELSVGDAYSEL
KDWLARAEAGLVDDLQQLPYVCAALEELEKRKRFWTEMRSLISSPPIENSSAPNIKACEHSWKIESHLYSSVANDAIDSE
VLHPIPTPCVVDNKSKCIGSKTTEKLDVVELVTEIGELFETSEGEEKLSSSYEDENLLQRHSNGFKQIKEKDSYFFYQAV
DGQHLILHPLNMKCLLHHFGSYDLLPPRCGYKLDSCCLN                                         
>Acoe_045_00056                                                                 
MRKSFKDSLKALEADIQHANTLASIYPREYDGACIQMRLSYSPVAHLFLFLVQWTDCHLAGALGLLRILIYKAYVDGKTT
MSIHEKKASLREFYAVIFPSLLQLQRGITDVEDRKQKEICAKYKKKDETEKGKLSELDIEREEECGICMELNSKVVLPNC
SHALCLKCYRDWRARSQSCPFCRDSLKRVNSGDLWIYTDNKEVIDTSSMCRENLKRLFIYVDKLPVIVPDPVFASYDSYV
RMNVSYFVLTFVFISFSASIYPREYDGACIQMRLSYSPVAHLFLFLVQWTDCHLAGALGLLRILIYKAYVDGKTTMSIHE
KKASLREFYAVIFPSLLQLQRGITDVEDRKQKEICAKYKKKDETEKGKLSELDIEREEECGICMELNSKVVLPNCSHALC
LKCYRDWRARSQSCPFCRDSLKRVNSGDLWIYTDNKEVIDTSSMCRENLKRLFIYVDKLPVIVPDPVFASYDSYVRMRKS
FKDSLKALEADIQHANTLASIYPREYDGACIQMRLSYSPVAHLFLFLVQWTDCHLAGALGLLRILIYKAYVDGKTTMSIH
EKKASLREFYAVIFPSLLQLQRGITDVEDRKQKEICAKYKKKDETEKGKLSELDIEREEECGICMELNSKVVLPNCSHAL
CLKCYRDWF                                                                       
>Acoe_054_00136                                                                 
KKKKQHSSARLMEQKEEEDDEEEESSSVGSLNNELNPCPICLGPVNQEAYLDHKFCYNCIAHWAKYVAARNSQPQFTLRC
PYCKSDNISIVYECEGDSFQRHYINKELEKSTFFTKAHKFRLRCYYCEPGAIYNKFNVQRFWKLHRYLQPNKWLQFWLKR
EIQALTQEEDVDVVVHHILGSIESFTRQKERGPSKRTIEENREDFKALISDAARPFLIGRTKRFVDEIELFLVSCLNVEA
YDEVYAQCVEMVTSGAVHEDEEERLQEVNRQLPYLHFFDEDTDTEMEQKEEEDDEEEESSSVGSLNNELNPCPICLGPVN
QEAYLDRCFHKFCYNCIAHWAKYVAARNSQPQFTLRCPYCKSDNISIVYECEGDSFQRHYINKELEKSTFFTKAHKFRLR
CYYCEPGAIYNKFNVQRFWKLHRYLQPNKWLQFWLKREIQALTQEEDVDVVVHHILGSIESFTRQKERGPSKRTIEENRE
DFKALISDAARPFLIGRTKRFVDEIELFLVSCLNVEAYDEVYAQCVEMVTSGAVHEDEEERLQEVNRQLPYLHFFDEDTD
TE                                                                              
>Acoe_076_00100                                                                 
MTIRFKFRSSVNFDSIDINGRPSISVRDLRSKIVEQKNLKICHDFDLVISDSVTGKEYEDENSLVPSDSSVILKRVPAGR
TAPSILPCIDTIENVGIKQTDPLHSHESSHPGIVDLENFDDFGIDLYPALGESLLDFDPDIEKMNCITNRRDDNAKPRYS
ETSIVRCENREASDFSETVQKDAMENNLQVDTLQVDFKSKMEEKKKLDNMVNTFSPLMLKSDLPSELRCSLCNTIFQEAV
MIPCCQHSFCEKCIHLVLLEKGRCPKCLSTKCRVEDLLPNLSLRQAIEHFLESQMLISGSDHNLPKYAPDGESGIQAKEV
SCAISVRRREPALPHSPSATGKGSNQVMTASVYGAAMRNKGSVSRTHHLDAAGKTLKSASSLYKINGESDAVPCIVLKNA
PEGKKSVADFQGESQPIELPRTVMQEAHSAMKKKGSYPNSGDGVGSFVAASKYRKGERTCYMCGSPDHFIRDCPAATGQY
PMYQTGDAMYPGGIPAYGPPYWQGSPYPPVRPFGNVYATPGMMPFTPTMVPVTPFQVPYMSSMYGGMSVPCLNICCSGYM
GTGGFVPPVASRAERPVSQAELMELQDNEQRHKLISEQRKREKLSDGVSDEGYQYPQLSYDCKPRLDRENSPSYSENNDT
HKSRKKHPHYNHLDEDPYTVDRRHDKGCRSSNSGRDRRAYHHDASSSGIQEKSGSSNQQSRERHRRHQRSPRKNSERKQQ
YDIDSMRKNHHHTQKESGTDRKRVESDVKRHGQRHHSQSESGLEPVSSGDRKRQRKEKETSHSSKHSRHNVKSRPEELSH
ERWELINGLDEGYKEDYYHHHKRKRRHMTIRFKFRSSVNFDSIDINGRPSISVRDLRSKIVEQKNLKICHDFDLVISDSV
TGKEYEDENSLVPSDSSVILKRVPAGRTAPSILPCIDTIENVGIKQTDPLHSHESSHPGIVDLENFDDFGIDLYPALGES
LLDFDPDIEKMNCITNRRDDNAKPRYSETSIVRCENREASDFSETVQKDAMENNLQVDTLQVDFKSKMEEKKKLDNMVNT
FSPLMLKSDLPSELRCSLCNTIFQEAVMIPCCQHSFCEKCIHLVLLEKGRCPKCLSTKCRVEDLLPNLSLRQAIEHFLES
QMLISGSDHNLPKYAPDGESGIQAKEVSCAISVRRREPALPHSPSATGKGSNQVMTASVYGAAMRNKGSVSRTHHLDAAG
KTLKSASSLYKINGESDAVPCIVLKNAPEGKKSVADFQGESQPIELPRTVMQEAHSAMKKKGSYPNSGDGVGSFVAASKY
RKGERTCYMCGSPDHFIRDCPAATGQYPMYQTGDAMYPGGIPAYGPPYWQGSPYPPVRPFGNVYATPGMMPFTPTMVPVT
PFQVPYMSSMYGGMSVPCGYMGTGGFVPPVASRAERPVSQAELMELQDNEQRHKLISEQRKREKLSDGVSDEGYQYPQLS
YDCKPRLDRENSPSYSENNDTHKSRKKHPHYNHLDEDPYTVDRRHDKGCRSSNSGRDRRAYHHDASSSGIQEKSGSSNQQ
SRERHRRHQRSPRKNSERKQQYDIDSMRKNHHHTQKESGTDRKRVESDVKRHGQRHHSQSESGLEPVSSGDRKRQRKEKE
TSHSSKHSRHNVKSRPEELSHERWELINGLDEGYKEDYYHHHKRKRRHMTIRFKFRSSVNFDSIDINGRPSISVRDLRSK
IVEQKNLKICHDFDLVISDSVTGKEYEDENSLVPSDSSVILKRVPAGRTAPSILPCIDTIENVGIKQTDPLHSHESSHPG
IVDLENFDDFGIDLYPALGESLLDFDPDIEKMNCITNRRDDNAKPRYSETSIVRCENREASDFSETVQKDAMENNLQVDT
LQVDFKSKMEEKKKLDNMVNTFSPLMLKSDLPSELRCSLCNTIFQEAVMIPCCQHSFCEKCIHLVLLEKGRCPKCLSTKC
RVEDLLPNLSLRQAIEHFLESQMLISGSDHNLPKYAPDGESGIQAKEVSCAISVRRREPALPHSPSATGKGSNQVMTASV
YGAAMRNKGSVSRTHHLDAAEGKKSVADFQGESQPIELPRTVMQEAHSAMKKKGSYPNSGDGVGSFVAASKYRKGERTCY
MCGSPDHFIRDCPAATGQYPMYQTGDAMYPGGIPAYGPPYWQGSPYPPVRPFGNVYATPGMMPFTPTMVPVTPFQVPYMS
SMYGGMSVPCGYMGTGGFVPPVASRAERPVSQAELMELQDNEQRHKLISEQRKREKLSDGVSDEGYQYPQLSYDCKPRLD
RENSPSYSENNDTHKSRKKHPHYNHLDEDPYTVDRRHDKGCRSSNSGRDRRAYHHDASSSGIQEKSGSSNQQSRERHRRH
QRSPRKNSERKQQYDIDSMRKNHHHTQKESGTDRKRVESDVKRHGQRHHSQSESGLEPVSSGDRKRQRKEKETSHSSKHS
RHNVKSRPEELSHERWELINGLDEGYKEDYYHHHKRKRRHMTIRFKFRSSVNFDSIDINGRPSISVRDLRSKIVEQKNLK
ICHDFDLVISDSVTGKEYEDENSLVPSDSSVILKRVPAGRTAPSILPCIDTIENVGIKQTDPLHSHESSHPGIVDLENFD
DFGIDLYPALGESLLDFDPDIEKMNCITNRRDDNAKPRYSETSIVRCENREASDFSETVQKDAMENNLQVDTLQVDFKSK
MEEKKKLDNMVNTFSPLMLKSDLPSELRCSLCNTIFQEAVMIPCCQHSFCEKCIHLVLLEKGRCPKCLSTKCRVEDLLPN
LSLRQAIEHFLESQMLISGSDHNLPKYAPDGESGIQAKEVSCAISVRRREPALPHSPSATGKGSNQVMTASVYGAAMRNK
GSVSRTHHLDAAGKKSVADFQGESQPIELPRTVMQEAHSAMKKKGSYPNSGDGVGSFVAASKYRKGERTCYMCGSPDHFI



RDCPAATGQYPMYQTGDAMYPGGIPAYGPPYWQGSPYPPVRPFGNVYATPGMMPFTPTMVPVTPFQVPYMSSMYGGMSVP
CGYMGTGGFVPPVASRAERPVSQAELMELQDNEQRHKLISEQRKREKLSDGVSDEGYQYPQLSYDCKPRLDRENSPSYSE
NNDTHKSRKKHPHYNHLDEDPYTVDRRHDKGCRSSNSGRDRRAYHHDASSSGIQEKSGSSNQQSRERHRRHQRSPRKNSE
RKQQYDIDSMRKNHHHTQKESGTDRKRVESDVKRHGQRHHSQSESGLEPVSSGDRKRQRKEKETSHSSKHSRHNVKSRPE
ELSHERWELINGLDEGYKEDYYHHHKRKRRH                                                 
>Bdis_1g04550                                                                   
MAAAASSSAAASASSSGSGRRNPAATAAGSADAACACPICLEAFKDEAYLDTCLHSFCYKCICQWVKIVASKHEEPLSSV
RCPLCKTVNVSIIHAFDGETFQRHYITQDLAKRHLLDAHELISQFYNTKDISDNMSSVQQYWKQRKYLRKNMWLETWLRR
EIQALTQDENVEAIVHHIHGVIESFMKRQEKPHASKKISLENTREEFKSLLSDAARPFLLGRTSRFVAEVELFLVSQMNI
DAYSRVRVKRFKESASHLRREQDALPQDQPLEDHYLYFLSDQIDCVGGEM*                             
>Bdis_1g05390                                                                   
MQDAVLACAALTAAADVAPASAAGGGGGGGGDGGVVRVKRSALVACLTCPLCRRLLRDAATITECLHTFCRKCISEEFIN
KEVCRCPTCNIDLGCAPEEKLRVDHSLLYVRSKIFPYKRRKVKDQEVISPITSPVKRKERSLSSLTGHGPRVSIQKCLTK
RRTKASCLRRFSLGSSKDATKKVGGWRPLGCQLRVGKDRKSLKSDSEDVNRSRTKSGDPDDGAPSNQAKAREHLKRYGNL
AKKTGSRKVFTLKGKKKRFKANHPDKMRRLRALWFHLVAAFDQKGQPLPQLPTKFLRIKDVELPASYIHKYLAHKLNLSS
EAEVEMVCGGKKVDPGMTLHDLADCWLDKGPKGRVRSSLDSPATGFVTTLFYSRPELLPAPTIPS*              
>Bdis_2g18110                                                                   
MAGGDELAALHEQAVLASCAAVSASDLDLAFQLQVAEAIQASLRTNGNPSSSNAATAVASSSFQPAPALESSDVAYAMAI
QAADACRAHHALAAASVRVAAHDALFARELAAVPEDKWARDGDNIERPLDPARPLFRVFFKGMSSKEMVGPRERDPGVAV
LAVAVCGPRGEVVLRIQKPVEASVGGRMTLELLGIWRPAQKKLADMINQVLLVRKNFEKCEILLVERSQLQYGRKLAMDS
LGSQIAKAIAVNAGMGMRENCPICLEDTDVSKIHAVEGCSHRFCFSCMKEHVKVKLLHGMLPACPQDGCTKQLTVEGSKV
FLSPRLLGIMVQRIREGQIPPTQKVYCPYPKCSALMSLSEVIQPMEASSSKYTAADAATLRKCIKCRGSFCIRCGYEFCY
TCGKTWKDKKPTCTCPLWDERNIIRNDARVNIVREDIEEDEDDYEDEYYVEEGHRYNLR*                    
>Bdis_2g26547                                                                   
MRVPCCSLCHVRYDEDERAPLLLHCGHGFCRACLARMLAASPGAVLPCPRCRHPTAVGNSVTALRKNFPILSLLSDSPSS
PSFLHSDSGSSSDASDDEDDFFARPRRRPAAAAPAVPAAPPACTLVDLASHPDLKLARRIGSGPPGPAGQEVCAGTLSRA
GRGGGAKRCKHQVAVKRVPVSAGDGLEGVQEEVERLRRASTWCRNVCTFHGAVRVGGHLCFVMDRYPGSVQEEMRQNGGR
LTLEQILRYGADIARGVAELHAAGIVCMSIKPSNILLDANGHAVVSDYGLSAILKNFTSPKVPDDSSMAGMDATVLSPNY
TAPEAWGPLKKSLNLFWDSANGISPESDAWSFGCTLVEMCTGAVPWAGLSAEDIYKSVVKEKKTPPQYSRVVGVGLPGDL
WKMIGECLQFRASRRPSFQDMLKTFLRHLLEIPRSPPASPENDFTNVNLPNGREPPPTSILDHFHDNPNALHHLVCEGDV
AGVRDLLAEAASKGKSSLISSLLEAQNNDGHTALHLACRRGSAELVEAIVAYQENVDILDKDEGPPIVFALAAGSPQCVR
ALIGRSANVNSRLREGLGPSLAHVCAHHGQPGCMRELLVAGADPNAVDGEGESILHIAVAKRYTDCAIVILENGGCSSMS
IPNSQNKTPLHLCVETWNAALVKRWVEVASREEIFEAIDVPSPVGTALCMAAALKKEHEKEGRELVRILLAAGADPTAQD
APHCRTALHTAAMINDAELVKIILEAGVDVNIRNAQNTTPLHVALNRGANSCVGLLLAAGADCNLQDDDGDNSFHIAADA
SKMIRENLTWVVQMLQHSSPAVDVRNHRGWTLRDFLERLPREWISEELMETLEEKGVHLSPTTYEVADWVKFRRTVTSPT
FGWQGAGPRSIGFVQSVVDHDHLVVSFCSGEARVLTSEVIKVIPLNRGQHVQLKPDILEPRFGWRGQSRDSIGTVLCVDD
DGILRVGFPGASRGWRADPAEIERVEEYKVGNWVRIRPSLTVAVHGMESITPGSIGVVYSIRPDSSLLLGLCYLSNPWLC
EPEEVEHVDPFKIGYQVCVKRSVAEPKYAWGGETHHSVGKIIDIESDGLLIMDIPNRSAPWQADPSDMEKIDDFKVGDWV
RVKATVPSPKYGWEDVSRNSIGVVHSLEEDGDMGVAFCFRSKLFLCSVADVEKVQPFEVGEKVHVLPSISQPRLGWSNET
AATIGAISRIDMDGTLNVKVTGRNSLWKVAPGDAERLSAFEVGDWVRLKPSIGSRPTYDWNSVGKISIAVVHSIQDSGYL
ELAGCFRKGKWLTHNSDIEKVQPFKIGLHVRFRAGVTEPRWGWRDAKPESRGIIAGVNADGEVRVAFFGVPGLWRGDPAD
LEIEQVFEVGDWVRLKNDVDDWRSLKPGSIGVVHGIGYEDDVWDGTIHVAFCGEQERWIGLSSQLEEIGRFVVGQRVRIR
GCIRQPRFGWSNHNHSSIGTISSIDADGKLRIHTPAGARAWLIDPAEVEIVEEEEEVCIGDWVKVKDSVATPTYQWGDVN
HNSIGVVHRAGDGELWVSFCFCERLWLCKGWEVEKVRPFRQGDRVRIRPGLVTPRWGWGMETYASRGDVVGVDANGKLRI
KFRWRDRLWVGDPADIILDDVPSLTEASNGICS*MRVPCCSLCHVRYDEDERAPLLLHCGHGFCRACLARMLAASPGAVL
PCPRCRHPTAVGNSVTALRKNFPILSLLSDSPSSPSFLHSDSGSSSDASDDEDDFFARPRRRPAAAAPAVPAAPPACTLV
DLASHPDLKLARRIGSGPPGPAGQEVCAGTLSRAGRGGGAKRCKHQVAVKRVPVSAGDGLEGVQEEVERLRRASTWCRNV
CTFHGAVRVGGHLCFVMDRYPGSVQEEMRQNGGRLTLEQILRYGADIARGVAELHAAGIVCMSIKPSNILLDANGHAVVS
DYGLSAILKNFTSPKVPDDSSMAGMDATVLSPNYTAPEAWGPLKKSLNLFWDSANGISPESDAWSFGCTLVEMCTGAVPW
AGLSAEDIYKSVVKEKKTPPQYSRVVGVGLPGDLWKMIGECLQFRASRRPSFQDMLKTFLRHLLEIPRSPPASPENDFTN
VNLPNGREPPPTSILDHFHDNPNALHHLVCEGDVAGVRDLLAEAASKGKSSLISSLLEAQNNDGHTALHLACRRGSAELV
EAIVAYQENVDILDKDEGPPIVFALAAGSPQCVRALIGRSANVNSRLREGLGPSLAHVCAHHGQPGCMRELLVAGADPNA
VDGEGESILHIAVAKRYTDCAIVILENGGCSSMSIPNSQNKTPLHLCVETWNAALVKRWVEVASREEIFEAIDVPSPVGT
ALCMAAALKKEHEKEGRELVRILLAAGADPTAQDAPHCRTALHTAAMINDAELVKIILEAGVDVNIRNAQNTTPLHVALN
RGANSCVGLLLAAGADCNLQDDDGDNSFHIAADASKMIRENLTWVVQMLQHSSPAVDVRNHRGWTLRDFLERLPREWISE
ELMETLEEKGVHLSPTTYEVADWVKFRRTVTSPTFGWQGAGPRSIGFVQSVVDHDHLVVSFCSGEARVLTSEVIKVIPLN
RGQHVQLKPDILEPRFGWRGQSRDSIGTVLCVDDDGILRVGFPGASRGWRADPAEIERVEEYKVGNWVRIRPSLTVAVHG
MESITPGSIGVVYSIRPDSSLLLGLCYLSNPWLCEPEEVEHVDPFKIGYQVCVKRSVAEPKYAWGGETHHSVGKIIDIES
DGLLIMDIPNRSAPWQADPSDMEKIDDFKVGDWVRVKATVPSPKYGWEDVSRNSIGVVHSLEEDGDMGVAFCFRSKLFLC
SVADVEKVQPFEVGEKVHVLPSISQPRLGWSNETAATIGAISRIDMDGTLNVKVTGRNSLWKVAPGDAERLSAFEVGDWV
RLKPSIGSRPTYDWNSVGKISIAVVHSIQDSGYLELAGCFRKGKWLTHNSDIEKVQPFKIGLHVRFRAGVTEPRWGWRDA
KPESRGIIAGVNADGEVRVAFFGVPGLWRGDVVGVDANGKLRIKFRWRDRLWVGDPADIILDDVPSLTEASNGICS*   



>Bdis_2g52362                                                                   
MECLHRFCRDCIDKSMRLGNNECPACRTHCASRRSLRDDPNYDALIATLYPDIDKYEEEELAFSEEEKTRNKKIQATIEE
TIRKQSEAIGKKRSTAKATANAFARKYRRNIQPRGRGKTIALDTSLAVSDDVDIEEGNANGASKESSSADNHSPDLMQKR
GSKRPASLSSPARTIGTTDHGIEENGELVSGKESFTSSPLRGEMLAWGKNGTRSQTRYGNIGGLNGRLGKGGRGSKLVEH
LRTTNEMDKEFNLYLILLPLDGQTTPSLEKPYVSCGPTVSIRHLVQFLALQLSRKVEELEIYIRMGLLNRSVTMLDPTSV
ETKLHQFDNLERLSEDKLLSDLHLSFASGHSDLELLYALKTEG*                                    
>Bdis_3g17110                                                                   
MIPISISRVNQFDAARLDVEMSAMLKEQLVKVFSLMKPGLLFQYEPELDAFLEFLIWRFSIWVDKPTPGNALMNLRYRDE
RAAPIAGKEVRTGLEGPGLSVSQKILYCISTVGGQYLLSRLQSFSAFRRWGDSEQRPLARRAWGLVQHAEGLYRAVSFFN
LLLFLYGGRYKTIVERILKARLVYGSPNMNRAVSFEYMNRQLVWNEFSEMLLLLLPLLNSSSVKKFLLPFSKDKSASSSG
DEANCPICISSPSIPFVALPCQHRYCYYCIRTRCAVTSSYRCARCNEAVVAIQRQGSS*                     
>Bdis_3g37440                                                                   
MADAAACSICMEPMAPTESHRGGSGCAHAFCGACLSGHVRAKVDAGAGAAVRCPDASCAGALDPELCHGTLPADLFVRWC
AALCESMFLGARRTYYLFRDCSEMMVADDEDEGSEDCVTQTECQVCRRLFCARCGVPWHAGVSCGEFQRLDVGERAQADP
AAHGDRPGVQVEALPAVPVLRREGRRLPAHRMQVWL*                                           
>Bdis_3g44347                                                                   
MSISPTESSRGSHPLTPRTSNPSPNPRHGITSHRGRRSSPRASVSPASAAALGAGGSGNISDSVVPAIGESVDASQQVVG
FRISREENDPCTQEVGNVSEFQSSGQASSGLPVHDVSSDQADARRLGMVGSLQNDHSSNGLQGNGALMAARKNQAVNANH
LLNFQYDPISRPQPRGPRIYPAKRQRKIKPYNKDLFLQANFKFVVLDTGNYQIESMDPDKMLQWEDIICVRYCSPSEVRC
PICLESPLCPQITSCGHIFCFPCILRYLQIGKEDYRGECWKKCPLCFMMVSTKELYTIYITQLQHFHVGDKATFTLLRRP
KNRLTPFIRNPSTDFSSVDKDPGDIFSKFILTSDVELSVREAKSDLSSWLHRADLGLVDDLERLPYVSAALEQLEERMKY
WTEYRNYTSSPPLKDSFSPVPSSKWKNSDNLKTSRPNSGQRLSPVSDGDIITGVSELSISPQSNKTAIKGMQTKMEENNA
TMIYSSEQDSYTFYQVSDGQHLILHPLNMKCLLNHFGTPDMLPPRITGKILELETITQSEATRKRYRFLSHFSLTTTFQF
CEIDLSEELPCISLGPFMDEMKKREKQRKRTAEKEESDRARAEVAAAVQLSAMRFEHANFSHSHNDVMFSLDDFEALGNI
AGPSTSPPASERKLFSDVTRLGFASAQDSPPLGVDSGPGDTAGKHESSRDQGCTPHHIQFSAYTKTLCRRLVKSSRHRIV
CLCSAGSHFFLVFCQHSGFHQGCRGQQRGDA*MSISPTESSRGSHPLTPRTSNPSPNPRHGITSHRGRRSSPRASVSPAS
AAALGAGGSGNISDSVVPAIGESVDASQQVVGFRISREENDPCTQEVGNVSEFQSSGQASSGLPVHDVSSDQADARRLGM
VGSLQNDHSSNGLQGNGALMAARKNQAVNANHLLNFQYDPISRPQPRGPRIYPAKRQRKIKPYNKDLFLQANFKFVVLDT
GNYQIESMDPDKMLQWEDIICVRYCSPSEVRCPICLESPLCPQITSCGHIFCFPCILRYLQIGKEDYRGECWKKCPLCFM
MVSTKELYTIYITQLQHFHVGDKATFTLLRRPKNRLTPFIRNPSTDFSSVDKDPGDIFSKFILTSDVELSVREAKSDLSS
WLHRADLGLVDDLERLPYVSAALEQLEERMKYWTEYRNYTSSPPLKDSFSPVPSSKWKNSDNLKTSRPNSGQRLSPVSDG
DIITGVSELSISPQSNKTAIKGMQTKMEENNATMIYSSEQDSYTFYQVSDGQHLILHPLNMKCLLNHFGTPDMLPPRITG
KILELETITQSEATRKRYRFLSHFSLTTTFQFCEIDLSEELPCISLGPFMDEMKKREKQRKRTAEKEESDRARAEVAAAV
QLSAMRFEHANFSHSHNDVMFSLDDFEALGNIAGPSTSPPASERKLFSDVTRLGFASAQDSPPLGVDSGPGDTAGKHESS
RDQAPAATSSLSFASILASTRAAAGNSVEMHRPNGAGKKGKKPSKVLLSTGGGRRY*MSISPTESSRGSHPLTPRTSNPS
PNPRHGITSHRGRRSSPRASVSPASAAALGAGGSGNISDSVVPAIGESVDASQQVVGFRISREENDPCTQEVGNVSEFQS
SGQASSGLPVHDVSSDQADARRLGMVGSLQNDHSSNGLQGNGALMAARKNQAVNANHLLNFQYDPISRPQPRGPRIYPAK
RQRKIKPYNKDLFLQANFKFVVLDTGNYQIESMDPDKMLQWEDIICVRYCSPSEVRCPICLESPLCPQITSCGHIFCFPC
ILRYLQIGKEDYRGECWKKCPLCFMMVSTKELYTIYITQLQHFHVGDKATFTLLRRPKNRLTPFIRNPSTDFSSVDKDPG
DIFSKFILTSDVELSVREAKSDLSSWLHRADLGLVDDLERLPYVSAALEQLEERMKYWTEYRNYTSSPPLKDSFSPVPSS
KWKNSDNLKTSRPNSGQRLSPVSDGDIITGVSELSISPQSNKTAIKGMQTKMEENNATMIYSSEQDSYTFYQVSDGQHLI
LHPLNMKCLLNHFGTPDMLPPRITGKILELETITQSEATRKRYRFLSHFSLTTTFQFCEIDLSEELPCISLGPFMDEMKK
REKQRKRTAEKEESDRARAEVAAAVQLSAMRFEHANFSHSHNDVMFSLDDFEGKSITHS*                    
>Bdis_3g59220                                                                   
MDPTEPRWRMNSSFSPPVSRGWDCMYSSDGLPQGTLDAPHDHPPYVSSISSHSKGSRSAFGSDQYLNHHHSVSDGALSYF
GSPVDSFQAPRWTPSLQRFDLGEFSTPAGGPEPESSDYPQSSERQLTAVSSFSSASPFSESSQLASSSKRTGSHLARNHL
GRRSFMSKPVYPLVFRNPVSEAETSGMPEASNAGRTTPSDDSRASPVWRRSLASPELKFHDTLSELRKMEASPEPNTSSR
REGFRWSSASSYDFGYDGDAIDISDHISIDSQRSPTSSTSFLKCGLCERFLRQKSPWSSNRIVRNTNMPVAAVLPCRHVF
HADCLEESTPKSEVHEPPCPLCVRATDNEGCVSFSEPLHLALRSARRNHGIRFPSGGTGGSSSADPSRSDHVLKRNQSAL
VPRRSGSLFRNRFKKQFPFKGRIGKDLFSGRVFRKVGSSSSSGQQDAPHQPAAEPDQSMK*MDPTEPRWRMNSSFSPPVS
RGWDCMYSSDGLPQGTLDAPHDHPPYVSSISSHSKGSRSAFGSDQYLNHHHSVSDGALSYFGSPVDSFQAPRWTPSLQRF
DLGEFSTPAGGPEPESSDYPQSSELTAVSSFSSASPFSESSQLASSSKRTGSHLARNHLGRRSFMSKPVYPLVFRNPVSE
AETSGMPEASNAGRTTPSDDSRASPVWRRSLASPELKFHDTLSELRKMEASPEPNTSSRREGFRWSSASSYDFGYDGDAI
DISDHISIDSQRSPTSSTSFLKCGLCERFLRQKSPWSSNRIVRNTNMPVAAVLPCRHVFHADCLEESTPKSEVHEPPCPL
CVRATDNEGCVSFSEPLHLALRSARRNHGIRFPSGGTGGSSSADPSRSDHVLKRNQSALVPRRSGSLFRNRFKKQFPFKG
RIGKDLFSGRVFRKVGSSSSSGQQDAPHQPAAEPDQSMK*                                        
>Bdis_4g45200                                                                   
MASAAADDDLDLAFRLQLAEALQASLRLDTRNPSSSKTPAIASSSTSSSSSRPGPLDSDAAYALALHAADLRRAEEDHRY
AKACRAYHARAAASVRVAAHDAVFARELAAVPEDRWADDGDNIERPLESSAAAGPLFRVFFKGMSSKEVVAPRDRDPGVA
ALAVAICGPQGEVVLRVQKPVQAFVGGRMTLEVMALNEGLHAALGLGIQSVKIVTDYRSLSNHLLGYWHPTQKKVIDVLN
QAASLRKKFQRCQISLVQRNQLDYVMKLARDSIDSQVAKAAAMDASKEKRETCTICLEDTDVTKIHAVEGCGHRFCFSCM
KEHVKVKLLDGTLPACPQDGCTTKLSVEGSKIFLSPRLLDIMVQRIREAQIPPTQKIYCPYPKCSALMSLSEVIRPMQES



SSKYTIADAATLRNCVKCRGSFCISCKVPWHDRMSCYDYKRRYPHARPEDAKLQNLARQQLWRQCIKCKHMIELAEGCYH
MTCVCGYEFCYTCGKEWKEKKATCSCPLWDEGNIIHDDSDEDDDDDDDDYDEDEDDDDDYYPANQDHGRHHGGGGAQVHY
GYNNNPGRHRRGGAPRIFYNYNN*                                                        
>Sbic_01g005090                                                                 
MESTVLACEAPAGGAAAAPGAGGGDGGAGDVVMLRRSSLAACLTCPLCGRLFRDAATITECLHTFCRKCISEEFINKEVC
CCPICSIHLGCAPLEKLRIDHSLQYVRSKVFPFKKQKVEDPEVTSPITSPIKTKERSLSSLTKHAPQMSMQKCLTKRRTK
ASCLRKLPLHSTLRGSSNITKKSGGWRPLGCHFRAAKNKKSLRSKSEDVKTAEKKTGDPGDITLASQAKTKKQFTRRGNL
EKRTGTKKLLILKEKQKNTKPKDIPNKRRLQALWFYLLAAFDQKGQPPLPQIPSKFLRIKDVNLPASFIQKYLVQKLNLS
SEAEVEILCGGKPVSPGITLHDLADYWIDKRPKGRVRSSVGTPAAEFVLKKQQGIVSFIGAIG*                
>Sbic_01g008520                                                                 
MGTARGLARVRREALAACMTCPLCRGLLRAATAITLCLHTFCRECIMEKINDEEVDCCPVCDIDLGCDPEEKLRPDHNLQ
DIRNKVFPIKKINVDAPKAVTILPAKRKQRSLSSLVVDTPSVVKRTSLTGKRTKAKRRAASSRATSPVNNGTMKLPIKSE
NRDQKTEKSSASQSTKVRNTDVEVSSKASSENRKNGKTVDKDELRKSSKQIKEKESELPTRKGEADNKVPRSTPKIHAVN
EEQIKEKDELPTRKGEADNKVVIPGTSVEIICHGEPICPSSTLHGLMELWHRRQPTEPVEALVGTPANEFVMVLGYRRRQ
HPNSVPSTVAVPPGPS*                                                               
>Sbic_02g004666                                                                 
SAMLQGAQQASVPSTAGPRPNTANSATIPHSDQSPRDGAVREGCRGGTGAEESLVRASVVAPRVSCGICGGLLHDATAFT
ECLHAFCRKCIYDKVAKDNIECCPKCGIFLGNPLEKLRPDHSLQHIRSLIFPAKRRKVFTMKKRKERVSSESTLSSVVGI
TAEGSAALTPATSESKAQK                                                             
>Sbic_02g010880                                                                 
MIDQVMSLRRQFDRCEITLVEHSQVSYVFKSARDYIDAQIAKALAERSKRCNICLEDTEVSKIHAVEGCAHRFCLSCMKE
HVRTKLLHGTLPSCPQDGCTSKLTVEDSKVFLSPQLLEIMVQRIGEEQIPPTQKIYCPYPKCSALMSLSELMKPMQGTCS
KYTVADVVTLRKCRYEFCYTCGSEWKEKKATCTCPLWEEHNIIRHDNEEEDEDYYDEEDAYYGRGPLHDVVHLPFPRAVR
*                                                                               
>Sbic_02g024800                                                                 
MLDLVAMAADDFALAEDLQVEEVLRFSVQSEDVCAVCKQVIRSLEASWKPENCDHVICIACFCQYAPETEATGLPRCAVS
SCDSLRNTETHQGISVPQNTLISIEDMDQKGKKPLDSTLQELGQCSRGANTKISSEFYCAICMETVHIGEFFPIDGCTHT
FCTSCVSQYIAAKVEENVLSIGCPDPGCKDGVLHPDVCRDVIPTQLFQRWGAALCDSSLGSLKFYCPFKECSALLVHDPG
HDEGVITNVECPHCCRMFCAQCKVPWHDGVACAEFQRLGKDEQGREDLLLRKVAQKSKWQRCPKCKIYVERIEGCVHIIC
RCGHCFCYLCASPMSRENHCCKTCKRTW*                                                   
>Sbic_02g024810                                                                 
MLDHLISILMDAVGVLPAKDLQVPAEEAFGFSTHSATVCVVCKLAIPSLEASWKPDSCGHAICIPCFWQYVPEMEATDGL
SRCAVPSCQSLCKPETTQGMINVGHGTLISVAAINSGKGKEPLDGVLEELGQCSRGVDPVPSSDFYCAICMETVHVGELF
PVPGCTHLFCVSCMSQYIAAKVENNVFSIGCPEPGCNDGVLDPEVCRDMISLQLFQRWGDALCDSALGAFGFHCPFKDCS
ALLVNERSPDEAVIRQTECPHCSRMFCAQCKVAWHSGVTCEDFQQLRNDEQGRDDPLLKKVVVHENKCQTSQQLRKDEQG
QDDSLLMKAVHENKWQRSLRCLVATCKSLWKANRMIDVGHSTLVSTEDMDRQKQKDMDNMLQELGQCCPGGYAIASSEFY
CTICMESVDVRELFPVSGCTHLFCINCVSQYITAKVEDSVLSIGCPEPGCKDGALDPEVCRDVIPLQLFQRWGAALCDSA
LGAFKFYCPFNDCSALLVDERRHGEAAITQAECPHCCRMFCAQCKVAWHDGVTCAEFQRLGKDERSRNDLLLRKVAERSN
WQRCPKCKMYVERTEGCVYIVCRCGHRFCYLCASPMSQGIHRCSRCKRTW*                             
>Sbic_02g025550                                                                 
MDHQSKEEAVIRDAVAPDVVDGSKQGALVRDAASTSADTVETGTQNATMFWDEVDEDDYWLQEEDLHAPLQDVEQVVNPW
LDFLMASVAPETAALLRTIDANTNIFNVGAHVNTNNQLAALTRTAASATARRSAPVNATIFAGSSTEEEDGNEWYKSVAR
DAQRLEQMEDPELQEMSSSPSPLQLPGKSKAPPKDEHCSQMRPSAAAGEDGHELTLEDYCKIWGVHPSELEPDEPGPSTT
KRQIRVPPLADDEVAKFDCGICLETLPILDLFHGTQCDHKFCAHCMATYIEGRIRDGVVSILCPDPACKEAAGEGNNGGV
LNPEHCKKSIDFAAFCSWGERLTEKAIPQDQRAYCPNPRCALMLERTFVVGADKAACKAACPACNHPMCTACGLGWVIDG
RDDDHHNCDEGKGAALVKELAAQRRWKQCPSCKIVVERIMGCDTMHCRCGSVFCYKCGRQMAPMDAELDEGAELCQCRDN
VFRLHVPRRPLLLGAMHHQTNLNLN*                                                      
>Sbic_08g020500                                                                 
MQTTGPASPDKPPPAVEPAEAEDKVEREGAQAKEEDEAAVVKAGGEDEEDEEEEEEDGRGGKRQRRRAAGDSAVAMVKRD
LLLRCLTCPLCDRLLRKATTISECLHTFCRKCIYKKLNDEDLDHCPVCNIDLGCTPVDKLRADHNIQDVRSKVFPFKRKK
VNAEEAESPITLPVKVKERSISSLVVNTPRVAPAASTRRRTRAVTRKAAALRGLGPIIVDPLKKDNDNSNKQTDNSSLLD
SLSKIPQTRRQLLSNGDTSGHPSVKDKAGDNKDLDKSELWKPLNRLVDAASKTKALTSAQSPALKGDKPRESPSSEHSSR
TEARESLQKSKAEDDKSDDPEPIVLLRKRGRPARKRKDSLPETNAASAATAIQARKALSPIWFSLIASFDQKGDPPLPQI
PAHYLRIKDGSIPASSIQRYIMQKLSLLSESEVEIRCCGQTVNLGQPVRNLVERWLRVGPARPLHTVIGSSGGDYVMVIS
YGRPKSVSS*                                                                      
>Sbic_09g000320                                                                 
MPDLPCDGDGVCMVCRAASPPEVDLLRCSTCATPWHSPCLSKPPALADAASWSCPDCSPDPAAAAAPSGPANTLVAAIRA
IEADTTLSDHEKARRRQALLAGDAHDDDDDDDAAADDALEIVGKNFSCVFCMKLPDRPVTTPCGHNFCLKCFQKWIQNRK
RTCAKCRAQIPAKMAEQPRINSALVEVIRMAKISKNPNSAGSAVPYHYIRNDDRPDKAFTTDRAKKSGKANASSGQIFVT
IAPDHFGPILAENDPRRSIGVRVGETWEDRLECRQWGAHFPHVAGIAGQSTYGAQSVALSGGYEDDEDHGEWFLYTGSGG
RDLSGNKRTNKEQSSDQKFEKLNAALRISCLKGYPVRVVRSHKEKRSSYAPESGVRYDGVYRIEKCWRKIGIQGKFKVCR
YLFVRCDNEPAPWTSDDHGDRPRPLPKIKELQGATDITERKGRPSWDYDEKDGWKWMVPPPVSKKPVLSGDPETDKQIRR



STKRAHLSVAERLLKEFGCSICRAVIKEPLTTPCAHNFCKTCLLGKYDSQSSMRERSRGGRTLRAQKIVKTCPSCPTDIC
DFLENPQINREMMELIETLQRKAVEEGKVASDDAEECGDGDSEENDGALVKGEEDDSGLNEEEQDSADADANADGSVKIV
VEIKEGGKDDKKSEMGATEVVDVLVDEDAAKQTKKRKVDEDAVKQTKKRKGDAETGTNGAKRMKSSAAVEEVAVCGTPVK
RTRKSGDMDAEGNGSPAVSSGRRVTRSSSVNATGADDSPARRTRSRAGADAGC*                          
>Sbic_09g019370                                                                 
MRVPCCSLCNVRYDEEERTPLLLHCGHGFCRACLSRMLAAAPGATLACPRCRHPTAVGNSVSALRKNFPILSLLSASPSS
PSFLHSDSGSSSDGSEDEDDFFARPSRRPAPAPAAAPPGCSSFDLVSHPDLKLARRIGSGPPGPAGQEVWAGMLSRGGGG
GGVKRCKHQVAVKRVPLAAGDGLEVVQEEVERLRRASTWCRNVCTFHGAVRVGGHLCFVMDRYVGSVQAEMRQNGGRLTL
EQILRYGADIARGVAELHAAGIVCMSIKPSNILLDAHGHAVVSDYGLSAILKNLTSRRVPDDSSAGIDATLLSPNYTAPE
AWGPLKKSLNMFWDSANGISPESDAWSFGCTLVEMCTGAVPWAGLSAEEICKSVVKEKKPPPQYSRVVGVGLPGELWKMI
GECLQFRASRRPSFQDMLKTFLRHLLDIPRSPPASPENDFTNENLPNGMEPPTTSILEMVHDNPNALHHLVCEGDAAGVR
DLLAKAASERNGSLIRSLLEAQNTDGLTALHLACRRGSGELVEAIVAYQENVDILDKDEDPPIVFALAAGSPRCVRALVG
RSASINSRLREGLGPTLAHVCAHHGQPECMQELLMAGADPNAVDGEGESVLHIAVARRYTDCAIVILENGGCRSMGISNS
QHKTPLHLCIETWNTAVVRRWVEIASLEDIAEAIDVPSPVGTALCMAAALKKEHEKEGRELVRILLAAGADPTAQDDPHC
RTALHTAAMIDDVELVKIILEAGVDVNIRNAQNTTPLHVALNRGANSCVGLLLAAGANCNIQDDDGDNAFHIAADAAKMI
RENLTWIAQMLLQPSPAVDVRNHRGWTLRDFLERLPREWIYEELMETLEDKGVHLSPTIGNLIRLAPPNFKGRLSWLGSK
GLEDYPTLGGNVKYVEKLAAACTPRARCRGSAGCGWWSTSCGLYTYEVADWVKFRRTVTSPAFGWQGAGPRSIGFVQSVV
DNDHLAVSFCTGEAHVLTSEVIKVIPLNRGQHVQLKPDVLEPRFGWRGQSRDSIGTVLCVDDDGILRVGFPGASRGWRAD
PAEIERVEEYKVGNWVRIRPSLTVAVHGMESITPGSVGIVYSIRPDSSLLLGLCYLSHPWLCEPEEVEHVDPFKIGDQVC
VKRSVAEPRYAWGGETHHSVGKIIDIESDGLLIIDIPNRAAPWQADPSDMEKIENFKVGDWIRVKATVPSPKYGWEDVTR
NSIGIVHSLQDDGDVGVAFCFRSKLFLCSVADVEKAQPFEVGEKVHVSPSIPEPRLGWLNETAATIGAISRIDMDGTLNI
KVSGRKSLWKVAPGDAERLSAFEVGDWVRPKPSIGSRPTYDWNSVGRISIAVVHSIQDSGYLELAGCFRNGKWLTHNTDI
EKVQTLKIGQHVRFRAGISEPRWGWRDANPDSRGIIAGVHADGEVRVAFFGVPGLWRGDPADLEVENIFEVGEWVRLRNN
VEQWRSLKPGSIGVVHGVGYQGDAWDGTIHVAFCGEQERWVGPSSQLEGVSKFVVGQRVRIRGCIRHPRFGWSNHSHSSI
GTISSIDADGKLRIHTPAGARAWLIDPAEVEKVEEEEEVCVGDWVKVKDSVATPVYQWGDVNHNSIGVVHRADDGELWIA
FCFCERLWLCKAWEVEKVRPFRQGDKVRIRPGLVSPRWGWGMETYASKGEVVGVDANGKLRIKFRWRDRLWIGDPADIVL
DDAHLLTEASNGF*                                                                  
>Osat_LOC_Os03g43360                                                            
MQPAPASPPKADGGEDEEEECSRAVVKEEPHHQQEEDDDDAAAAADGGEDEKEKVEEEEVEERGRRRRGRPGRKRGRRSG
GGGGSAAAAAAARGGVVMVKRELLARCMTCPLCGRLLRDATTVSECLHTFCRKCIYEKLNDEEVESCPVCKIDLGCTPVE
KLRADHNLQDVRSKIFPFKRKKISADEVAAPVLLPSKRKERSISSLVVDTPTVTPTGLTGRRTRAVTRKAAALRGLGPGI
DDPVKKEIDNGEKHAQNSSLPTNLGKVPQTRRQMSSNAEASNHSSNKDTEGDRKDLADKTDELWRPLNCLVEAANRTKSS
RSSSQSPFVKREQLSDSPGSTSVNKTKSREYMQKSKIEDDKKDVPLLKRKNQRTGRRRELHAQSDSKPEAAATQNEKKFS
SIWFSLVASFEQEGDPPLPQIPSHYLRIKDGNIPASSIQKYLMQKLGLPNEAEVEINCCGQPVNPTQPLCNLVEVWLRGR
STQTTQTMIGSPAKEFVMVLTYGRPKAITP*                                                 
>Osat_LOC_Os03g53080                                                            
MGAARGGVRRVRREALVACMTCPLCKGLLREATAITECLHTFCKECIMEKIDDEEVDHCPVCNIDLGCDPEEKLRPDHNV
QDIRNKVFPLKVKKVGAPKAPTVTLPVKRKQRSLSSLVVDTPRVAVQTGLTGRRTKTARRTAVSHVNSPGNNGTIKLANK
SEGRDHKTQKISAAQSAKMTKTGNKKKNNTDVDVTIQSSSEDRKDDHTIDKEDLKKPLNSLVDTANRTKFFRSGPKGQAA
KEDKIKNSIKLLAEDDTEDKLVVTGRKVMPCSNKLKVKEENNRSPSQSASSKDKTTSDYELRKGQHADSQQGQIGSTRTG
ALHDGITRPVWFLLVPSPDQKQDPRLPQLPTYYVRIKDGSLQTSLIQRYIMNKLDLASEDEVEITCHGEAISPSTTLQGL
LELWLKSSPVEQVQASLGAQAKEFVMELGYRRPQRPPSS*                                        
>Osat_LOC_Os03g58390                                                            
MQGATPGDAAGEEVGGGGDVVMVRRASVAACLTCPLCGRLLRDATTISECLHTFCRKCIHEEFVDKESCCCPTCNIDLGC
APLEKLRVDHSMQFVRSRIFPFKRRKVENPEIICPVASPVKRKERSLSSLTIPAPQVSIQKCLTKRRTKASCLRNFPLHS
TSRGSKDTSKKLGGWRPLGCQLKLGKDKKSLKSSVKDTNRTKSKSGDTDDGAPASKAKAREPFTRYGRAAKRTGRKKLLM
LKNKKKRFKAKQPSKKRRFRALWFYLLAAFDQRGVPTLPQLPAKYLRIKDVDLPASIIQKYLAQKLNLSSETEVEVLCGG
KVVNQGMTLHDLADCWLEKGPKSRMRSSVGSPATGFMVTLFYRRPDVDVSSSPAPPQPDTESCHS*              
>Osat_LOC_Os03g59540                                                            
MAAAATSPSAASSSGGSGGNTAEGEMAAASAACACPICLDSFLDEAYLDTCFHSFCYKCICQWVKIVSTKHAEPLSSVQC
PLCKTVNVSIIHGFNGESFERHYINQDPRKRHLSDAHDLITQFYSIRDIIGNTSSVQQFWKQRKYLRKNIWLQTWLRQEI
QALTRDENVDAIIYHIHGVIESFMKRQEKGHASKMAPPEKRREEFKSLLMEAARPFLLGQTERFVAEVELFLVSHLNIDA
YSRLRVQRLKESTSHVSREQDVLPQDRSLEDHYLYFLGDETDCNDEIW*                               
>Osat_LOC_Os04g22240                                                            
MASSSNPSNLPCSSDGVCMLCKVLTTEVEQLRCSTCATPWHTPCLSSIPPLTDVAHWVCPDCSGDVTASYPPSDVVRPES
SLIAAIRVIEADPVLSIQEKARRRQELLGHAGDAGAAITEAVGENVEDSESNNPLSMLNKNINCSFCMLLPERPVTTPCG
HNFCLKCFRRWIENGKRACVICRAPITQKVAQDLRINLALVQAIRMAKAANNASTTGETTVYHYKENEDKPDRAFTTERA
KRAGMANASSGQIFVTIAPDYFGPILEDHDPRRNRGVRVGDHWKDRMEGRQWGAHFPHIAGIAGQSTHGAQSVALSGGYL
DDEDHGEWFLYTGSGGRDLSGNKRTSKEQSFDQKFEKLNAALRVSCLNGYPVRVVRSFKEKRSPYAPESGVRYDGIYRIE
KCWRKTGVQGTFKVCSDEHGDHPRPLPDIEELKNAIDITERKGNPAWDFDATDGWKWMITPPISRKAVVTGDPRGKKMQG
AARHTNNLSMRERLLKEFRCSICRNVMEEPVTTPCAHNFCKKCLLGSYDNLSLTEERSRGGRTLRARKIVKKCPSCPSDI
ADFVQNPQVNRDIMNVIESLQKEAEKEDHARVSGEGSSAALVDSDDENDTAWENQDDGNLDEGGCNNPEDMITESVDLNS



VTNVDNTENKVEVQQPHKRTAGAGKGKGGKWARTSSAPGDADARNVVTSTETLDGIAAENVADLVQIEDCTFTGVERADP
NALEVDGKNMIPDFSEAEKVNPKQDQEVLP*                                                 
>Osat_LOC_Os04g43300                                                            
MESFRRFLNPLVLNLQKMELELTCPVCLKLLNAPTMLPCYHTSCSKCATTRTMDGYSCAICKSAYRSQDLRPASHLEAIV
NIHRSLSSTVSSMVTQQEAQADIPVAKTSFQGTPESGNRNGAEKSDQVKSYTPVASKLAYNQSTGLAYGNVDGVKERNPA
LETRGAADVTAMPTILVQKGPCRSQSSDGPRDLDCDSNDLEGELITSRSSPQSVLKREPNTANDDNRELKRQKSTDQDDR
QPAVAGAWKCEFCHSSKTTESTGPLSHYLHGEPLEDNQAWKPNVLHVHEKCIEWAPQAFFTGDIANNLEPELARASKIKC
SVCGLKGAALGCLVKSCRKSFHVPCAHGISGCRWDDENFVMLCPSHSSKKLPCERSKSKNKKTSLQRSSSDTMLDDLNSP
STIHMDGLWTASPFLTSEWVICGSALSSQEKEILDQFEHQTGITVTNGWRSNVTHVIANTDECGACARTLKVLMAILAGK
WVLNINWLKACMEAKEPVPEEPYEISSDVHGSFDGPRMGRLRAMQNAPHLFAGLTFYFSGHFMPNYKVHLEDLITAAGGS
ILDKADLSSTSLIIYSMEPPQGSDPDTLNEVIRKRKAEAEELAATIGSRAVPHTCVLDSIASCTVQLTM*          
>Osat_LOC_Os04g53720                                                            
MDIIDLCSDSEEYFSPYSDTEDNLDFDDPNDGVNQVVLHNTAFGNNSSELLVGLDDDNWLNNTHALSSHRPAENRSDIIE
SSSGVNTDCQNSAWQYRTLPHTFMSSSYKSRPLSLTGGNNVESTHPTVKPNTVHYNGIGFPSPAIASGYKPYVSYGQGVS
IDDDDDDVYEVLHQPFPFSHSSLGDKKIEEESTWKYNGFQTSSAYGIEMPTSAMSTGGVSAYGGLNSHRIFPPSVPYNNS
VNNFGVNGLGTQSHLNIEKRLFGRDERVVYDEALKQISQETTEENLPEGVMSVSLLKHQRIALAWMVSRENSSHCSGGIL
ADDQGLGKTISTIALIQKERVEQSKFMSADVGSMKSVANLDEDDEVVIVMDKKQLKGESVNMLQDSTLFPSSEAASDAAD
LKPWASLPGSAVDRMVNAVKVEPKKKARVRPSPSSTLRSANRSTAGTLVVCPASVLRQWASELAAKVTESSKLSVLVYHG
GSRTKDPTELTKYDVVVTTYTIVANEVPKQNFDEDMEEKNSETYGLCPAFSIGNKRKKDSEPKKKKKPKNSDADLDGGPL
ARVRWFRVVLDEAQTIKNHNTQVARACCGLRAKRRWCLSGTPIQNTIDDLYSYFRFLKYEPYSVYGSFRSMIKYQISRDA
TRGYKKLQAVLKIVLLRRTKETLIDGEPIIKLPPKTIQLSKIDFSKEERTFYMMLEEGSREKFKEYASAGTIRENFANIL
VLLLRLRQACDHPLLLKGKEKDLIDTGSVEVANKLPKETVINLLGQLEGDYAICSRCSDPPEDVVVATCGHVFCYQCVHK
SLTSDENVCPSPSCGKKLSAQTVFSPGVLRFCIADKLESGATTSSSVEADGSPSICESSYISSKIRATTDILNSIVNTPA
LTWSDTMESSPSEVAPSKAIVFSQWTGLLDLLELSLDSSRIKFRRLDGAMSLNLREAAVREFNTDPEVRVMLMSLKAGNL
GLNMVAACHVIMIDPWWNPYAEDQAVDRAHRIGQTRPVTVSRLTIKDTVEDRILALQEKKRKMVQSAFGEDKPGGSATRL
TIDDLQYLFGI*                                                                    
>Osat_LOC_Os05g01230                                                            
MPDLPCDGDGVCMVCRVASPPEVDLLRCSTCATPWHSPCLSKPPALADAAQWSCPDCSGDSTDAPPPAPAPLAPGSAGQL
VAAIRAIECDATLSDQEKARRRQELLGGAAPAGADADDDEGDDVLEVIGKNFSCAFCMKLPERPVTTPCGHNFCLKCFQK
WIHSGKRTCGKCRAQIPAKMAEQPRINSALVSVIRMAKVSKNANSAVSAAAYHYIRNDDRPDKAFTTERAKRAGKANASS
GQIFVTIPPDHFGPILAENDPKRSIGVLVGDTWEDRLECRQWGAHFPHVAGIAGQSTHGAQSVALSGGYVDDEDHGEWFL
YTGSGGRDLSGNKRTNKEQSSDQKFEKLNAALRISCLKGYPVRVVRSHKEKRSSYAPEAGVRYDGVYRIEKCWRKISVQG
KFKVCRYLFVRCDNEPAPWTSDIYGDRPRPLPKVDELKGATDISERKGTPSWDFDEKEGWKWVKPPPISRKPNLSGDPAT
DKEIRRVARRAQMSVTERLLKEFGCSICKQVMKEPLTTPCAHNFCKLCLVGTYGSQSSMRERSRGGRTLRAQKIVKKCPS
CPTDICDFLENPQINREMMDLIESLQRKAVEEGDTKTSSDVSNGAESSGDDGNNEALEKGEDDSSLKDDGSLKDDGKVVK
AVVVIKEEDLQPKKSKGEDEKEQGDKKMDSADVVDIAVEKKQATKRASEKAEKKQARKRKGDAVATNDGKRMKTGGDAME
TAAEEDAPLSGGTPVKRNSRKSSEVDAKGGGGSPVVSSPRRVTRSNAKASGEADGSPATRTRRATRAEA*          
>Osat_LOC_Os05g19480                                                            
MTDPETLPSPSASTDSSSPPPDAWAAEYRRLLPQWESMRDSSKIAIPISISRVNQFDAARLDVEMSAMLKEQLVKVFSLV
KPGLLFQYEPELDAFLEFLIWRFSIWVDKPTPGNALMNLRYRDERAAPITGKEVRTGLEGPGLSVSQKVLYCISTVGGQY
IWSRLQSFSAFRRWGDSEQRPLARRAWGLVQHAEGLYRASSFFNLLLFLYGARYKTIVERILKARLVYESPNMNRAVSFE
YMNRQLVWNEFSEMLLLLLPLLNSSSVKKFLLPFSKDKSASSSGDEADCPICRSSPSIPFEALPCQHRYCYYCLQTRCAA
TNSYRCARCNEIVVAIQRQGSS*                                                         
>Osat_LOC_Os07g46700                                                            
MGRSFRDSLKVLEADIQHANSLAAEFRREYDGACLQMRMSYCPAAHFFLFLVQWTDCNLAGALGLLRILIYKVYADGTTT
MSAHERKASIREFYAVIFPSLMQLHEGINEVEDKKQKAICIERYRRRDEDQKMVISEIDDNIEEECGICMEINGKVVLPT
CSHAMCIKCYRDWRSRSQSCPFCRDSLKRVNSADLWIYTDNRDIVDIATVRKENLRRLFMYIDKLPTKLWSPWCSCCPAC
RSCKQLSSPRRLAIQSLIAPVRCCCSL*MGRSFRDSLKVLEADIQHANSLAAEFRREYDGACLQMRMSYCPAAHFFLFLV
QWTDCNLAGALGLLRILIYKVYADGTTTMSAHERKASIREFYAVIFPSLMQLHEGINEVEDKKQKAICIERYRRRDEDQK
MVISEIDDNIEEECGICMEINGKVVLPTCSHAMCIKCYRDWRSRSQSCPFCRDSLKRVNSADLWIYTDNRDIVDIATVRK
ENLRRLFMYIDKLPTCCRNCGALGVHAAPLVEAVSS*MGRSFRDSLKVLEADIQHANSLAAEFRREYDGACLQMRMSYCP
AAHFFLFLVQWTDCNLAGALGLLRILIYKVYADGTTTMSAHERKASIREFYAVIFPSLMQLHEGINEVEDKKQKAICIER
YRRRDEDQKMVISEIDDNIEEECGICMEINGKVVLPTCSHAMCIKCYRDWRSRSQSCPFCRDSLKRVNSADLWIYTDNRD
IVDIATVRKENLRRLFMYIDKLPTVIPETVFDVYDSHVK*MGRSFRDSLKVLEADIQHANSLAAEFRREYDGACLQMRMS
YCPAAHFFLFLVQWTDCNLAGALGLLRILIYKVYADGTTTMSAHERKASIREFYAVIFPSLMQLHEGINEVEDKKQKAIC
IERYRRRDEDQKMVISEIDDNIEEECGICMEINGKVVLPTCSHAMCIKCYRDWYTSSLFSLWRLYCIRGFSSENIFYVSL
AV*                                                                             
>Osat_LOC_Os08g15840                                                            
MGLLGMVGDSFGCSATGERLVSAARDGDIQEAMALLELNPRLARYSTFGIRNSPLHYSAAKGHHEIVSLLIESGVDINLR
NCRGQTALMQACLYGHWKVVQILVLFKANIHKKDCFSGATAIHFAALKGHTRCLRLLVADYVPSLPEFWSVMHAKCTDET
NKEAFDAVALRRLINNKSDGGVTPLHLAALHGHAECVQLLLDLGASVSEVTINDGSTIDLIGSGSTPLHYAACGGSAVCC
QLLVAAGANMRAQNTNGLTPLMVARSWHKSSVEGILTKRSEVPVRILPSSYLSLPLMSIVKIARECGWRKTSVSSVCHDP



CAICLDTECTVSAEGCGHEFCTKCALYLCATASSSTSIRGVPGSIPCPLCRHTIVSFVRLTSTTPIKELPWTNKSLALCA
AGASTGSKYAGPAAITSSKYAGSLHRRSEMRSLRSSSVDLGCSSFRTASSGKLSSIKLNCTGADETMPCLVNCFRPDVQR
SSSYRERIRRYSQFS*                                                                
>Osat_LOC_Os09g25190                                                            
MGSPMSRPATADGSARGGGLALAIADELPQEAVAKPALMSQVMAGNSSMVAKMDEVSRVADDLMFAEDLQLEEVIRFSAH
SAGPNCAVCGQATPSVDASWKPDNCDHVMCITCFGQLASDSHADELPKCPLASCQSSPDIISVSNEETGGGKGKELATYV
VLEEHGECSRGAAATASSSASSEFYCTICMETVDAIERFAIPGCTHAFCASCVRQYIAAKVEENVLSIGCPDPGCKDSGG
GALHPEACRDVIPPQLFQRWGDALCDSALSSLKFYCPFSDCSALLVDDPGDGEEAITDAECPHCSRMFCAQCKVPWHGGA
TCAEFQKLGKDERGRDDLLLRKVAKDSKWQRCPKCKMYVERVEGCVFIICRCGHCFCYLCASPMSRDNHHCKKCKRTW* 
>Osat_LOC_Os09g25260                                                            
METSAAAGGAHLIYVSSDDEEDETRVLLAESYSAEEIQIQQAILLSLDPSSDADAAHSSASSSRPSGAASTSDEPSSLPD
RKGKRKLSSEEDGPIESTRKKRRKRGRFKCSVCMEKLQVSEQFTVSFCAHAFCNSCIGRYVAAKISENVAVIGCPDPGCE
EGFVEMDTCRDIIPPELFDRWSVSLCELALGEKKYYCPFKDCSALLINDNDGAEKKIRETECPHCHRMFCARCRVPWHDG
IKCKEFRKLGDDEKGEEDLMFKKLAGKKKWQRCPNCKMFVSRIDGCLQIKCRCKQYFCYYCAAPMKKDSHYCMSCHR*  
>Osat_LOC_Os09g26470                                                            
MEGGKPHPAATGGGASSSHHAAAAAAADVAVDEAFARDLYVSQLMELGDDDWSSFAPPMDRVGSTSSLAAGAAGSRAQPI
VIDDDDDAPAAAAAARTVQLYVPPPLRSGGRRTVATRQQPAPARSATAFLPRPPGGAATADIGTSSTATLPQGLPAAMAP
STELSLRPGGLIAGGAAAPRHGGRRPAARMAARAAPGTGHARGAGNGRWARAENLMAALQANPRPNVAQFGRIWTRIAAA
DRQLTAAAAAADTPAAVTATTGEGSHAAPAVSAGKCGQHRTPAISAGKGGAAGGMEEEEEVHRNVANENDSVSSKRQALL
ADRDTPAVFAGMEDGHDNDWYDSVIRDAVIAELQEDPELHGPLPVQYLTKSPVVAQPPPRATAAAIAGEEEEEEGEFSMP
NFYKKWGLRPSDLDPDEAGPSTRRPRVLPLADGDLPTFDCGICFDTLPMLDLFRGLPCDHKYCLECMTTYIDGKVREGAV
PVACPDPECADGGDGGAGVLHPEGCKKAIDFAAFTDWGLRLAEGAVPHDRRAYCPNRRCGILLETSGEAEPAMAACPACQ
HLLCATCGGEWSTADDADHRDCSKGPEAAMVKKLADERRWKACPKCRMLVERTAGCRVMSCRCRMVFCYLCGLQIGAVLE
GKEKCQCLDNLGVVLIKALCRFSKRRTASYPPIKAIQIKGVVVSHLRSSQRHRRHPVADYQAREEESCRQHLYTKVVNPH
LPPIAVSATNTASCRHEGVATATAHTHPRTSTQAVSPLPSVAIAMPCEHSSTTRWSRRSSLEATGSSITSARSTTGTVFN
TIGHSCRRFNRVAAITVTIMARSILQIYHLVLATSGSSWEKRPHTTNILVTARFPTDGSDGGEEVGGRKVEWHRGMGHCP
SHSSVIE*                                                                        
>Osat_LOC_Os11g36970                                                            
MTREHTCFTLVKATSLCSCSTYFREAQLDRVYYARLSIIQKARIITECLHRFCRDCIEKSMRLGNDECPACRTPASSHSL
KVDPNFDALILTLYPDLHKDEEEELAFTEEKTCHKKIQASTDEAPHRRKEALGKKSSAAKAIGSSRSQGNMLARKRGHID
FPDIVPTKVRDFHNFEEGRSCKKFECGQIWALYSEVDKFPKLYGWIRKVKLQPFTVLLTWLEPCPQQEQEKRWLEQDIPI
SCGKFKIRNWKTKYHGNDVFSHLVNTGHIDSNWQIEILPKATCEFTIEERGGELCGFLELDPGSVPDIFLNREENNNDGC
KGLSSVGDHSEGPKTKKARKFHVSQSSPAGHKVTSKVDSHEERMANRVAIRLKNIMKIFLCKKRADRQYNPPPMTRKVDI
QGKGKTSDTDDKDNANAEATNTVRQNEHSCSLELPSPYPDFYDFEKLRDINMFSLGQIWALYDDLDGMPRFYARIEHFDA
SSFKAHLTWLEYNAASEEEKKWADEEQPVACGFSVNDGITVIPLVRIKGFVSLFAAAKDKSAVVIASSELLRFSHNIPCY
RTTGNEKVIFRATHWLWFWAQLQSDVDKFPKFYGWISKVERQPFIVHLIWLEASPEYEQEKRWLEQDLPVSCGKFKIRDW
KARAVFMPDKRNTVVEIPTRDRLRFSHRIPSFLLTEERGGRLRGFYELDPASVPDVFLYRNTVMGWSGMRGTDALNFIFF
TYWNATEKRLAIGHSQCLPLNEPSFHSWLYDSHKKMVKEHRRGFDTIATLVAWTIWKERNNWVFNQKSRTWAEIARVMTG
EAELWRLAKAAIPVVVVIVNGEGSPNLVGD*                                                 
>Smol_XP_002994548                                                              
CVICLEDVQDADIYTLAECSHKFCSSCVKQHVEATVTTGRTFPVACPQVECTKKFTEGECKKLLSEAALKVFMKKIEEER
IPDAERVYCPYPKCSDLMDRRTFLDPNPRKLCGACHRYFCLDCRVPWHTFSTCAGYQRLPLDLKDAADAKLYRLAENQNW
RQCKKCRWMIELSEGCYHMTCRCGYEFCYTCGMEYR                                            
>Smol_XP_002992863                                                              
MPYSSKEPCETMARVSKAPIVACLTCPLCGNLFREATTISECLHTFCKDCIHDRFSDEETNSCPMCNVDLGTVPLEKLRA
DPQLDDVQAKIFNLNPKKRPAAHIAASPPSHTPARRKERSLSSLGVTSVPSSSRRRSRRKAWVTESSESYEEEEDDDDNS
SDAADESPEDTMYCSETLDSDTKSPMRSGSKRQRATRGNSVGNTEAKQSGGSFLSPLACLAELAHADEKGRASSGLMKEA
RGREASSLRATKNVRRSSQAKAAANGGGGFKCQTLPSPSTQSNGLWFTLTTTNQGEEGLPQIKSPYLRIKDGKVPVSFVK
KYLVRKLDLKSESEVEITCKGQPVVSSLPLESVRKIWLTKDQLSSTSEDRASALGKDFLMVLSYGRNRRAAAFIGGWSKS
PIAGVSHDHENWKLFLAQNGSEPLLSARGLTVGMSDEFVYMLEIGGEIGMLHLMTDPASVVVLDRQQGGGDWIWKTVSTL
PQEMEPGIIGTMECWTHGKDTFVALSVKFDSETFMWEWAEKGRRFELEKMVVLKPNLNVPSLELKVTCASRCLD      
>Smol_XP_002992768                                                              
MPRSSNCYFDYGKACDHPFLVLSRGDTEDFADLGKLARRFLDKNSSQVPSTAYVKEVVDDIRKGESAECPICLEMHAVLT
PCAHRMCRECLLNSWRTSAGGPCPISEELITVPRSNPKSSKVEALLHHLQTLSEAGSKSVDFSQWTAFLDLLEIPLKSHL
PSRECGRSSIGQTKNVSIKRFIVKDRSEEAAIDRGGSHRRRGAKRSNRGAQNAI                          
>Smol_XP_002992760                                                              
MHAVLTPCAHRMCRECLFNSWRTSAGGPCPISEELITVPTSNRFRINVEEQWKESSKVEALLHHLQTLSEAGSKSVDFNQ
WTAFLDLLEIPLKRKNFCFVRLDGTLSQRQREQVLKSFSNIPAVAPSSESRMWTIEHRSDEERIDQAIHRQKQDSVEERM
QQVQARKQRLIARALTDEEHRRLGTSTFRFLPMADSEGAGDRVASGDEQAGSDSLTWSWESAMTWNPPQVPPSLSALTAT
TQAEDELGVDVSSPSGDLLLHFLKSGGGDEQLRSSSSYRTQQSHLTVPATALLLLEDLEEEEKPADTVVHPPHSSGELKA
RPGLHFESPVFGPSAAETSDSKRAPEQPRRSVTHKQQFHGNGSELLQLLQGGSGRVKPTASTKVDATQDSGDSGEPSKKG
SPSAVHGPIGPPRRHVVSPPQSPNDLLGRLWAALPSSGHTLFDGESKRKTSARSFGVEVNEVSREVDGAKGIGACRLALP



LNGYAYNDSKTNDKPRTNSASGRLQDYRGRYVNGEAEVEPGGDDFRGAGRRRGTGRADARRGGRGAVGQWIAVNERHKDA
EPSDITSCDISDGRDESLKSSNGT                                                        
>Smol_XP_002985068                                                              
MSDEDEDNSGIYAESELECGDDDPAELRGSSHRVSASKRLSSFTGLRVTQVITAESLALAQVRDPFFAARLLIASLPWQQ
QDLQRVMDMFGVKIQHARALLIHYRWNVEVLFSYMAEAGRDAVFRRVGLPALAENQPALQPLPSTVTCGICFDDVPQADA
TQMDCGHAFCNDCKAGWLENFTVKIMEGESRKLKCMAFKCATICDEEKVRAVLASRNSEALARYERCLLESYIEDNAAVK
WCPSVPHCGNAIKVEGGPYWEIECLCSHQFCFNCLKLPHSPLSCSLWELWERKCKDDSETNHWITSHTKSCPKCTKPVEK
NEGCNLMTCRCGQHFCWKCGAATGAAHSYEHIVGHSCGRYKEEAETRAADAKRTLSRYLHYYKLWRAHMDSLKFEEKQEQ
LVQEKIERLEQRDLIVKDYTWLKSGLQMLYKARRAVSCSYPFAFFMFGNDLFKDDISPEQNAMNQVLFEDQQQQFEEQVE
RLSMLIEMPEEVLEQDISGVRFKVLSVTALTDRLCCRLYELIEDLLGSVISVTHHIAPYSSQVERVSAEPASKTACF   
>Smol_XP_002983594                                                              
MLRRTKDSTDKEGRPILVLPPAQCEVIECNLSESERDFYDALYHRSKVKFDQFVQEGKVLHNYASILELLLRLRQACDHP
FLVLSRGDTEDYADLGKLARRFLDKNSSLVPSTAYVKEVVDDIRKGDTAECPICLEMPEDAVLTPCAHQMCRECLFNSWR
TSAGGPCPICRRSCTKQELITVPTSNRFRVNVEEQWKESSKVEALLQQLETLRESKSVVFSQWTAFLDLLEIPLKRKNVR
FVRLDGTLSQHKREQVLKDFSNIPDVAVMLISLKAGGVGLNLTAASNAFLMDPWWNPAVEEQAIMRIHRIGQTQNVSIKR
FIVKDSVEERMQQVQARKQRLIAGALTDEEVRSARIEELKMLFR                                    
>Smol_XP_002973803                                                              
MYSLFHFLRVEPWCNWGWWYKLIQKPYEEGDERGLKLLQAILKPLMLRRTKDSTDKEGSRGDTEDYADLGKLARRFLDKN
SSQVPSTAYVKEVVDDIRKGDTAECPICLEMPEDAVLTPCAHQMCRECLFNSWRTSAGGPCPICRRSCTKQELITVPTSN
RFRVNVEEQWKESSKVEALLQQLETLRESKSVVFSQWTAFLDLLEIPLKRKNFRFVRLDGTLSQHKREQVLKDFSNIPDV
AVMLISLKAGGVGLNLTAASNAFLMDPWWNPAVEEQAIMRIHRIGQTQNVSIKRFIVKDSVEERMQQVQARKQRLIAGAL
TDEEVRSARIEELKMLFR                                                              
>Smol_XP_002969062                                                              
MPYSSKEPCETMARVSKAPIVACLTCPLCGNLFREATTISECLHTFCKDCIHDRFSDEETNSCPMCNVDLGTVPLEKLRA
DPQLDDVQAKIFNLNPKKRPAAPVAASPPSHTPARRKERSLSSLGVTSVPSSSRRKSRRKAWVTESSESYEEEEDDDDNS
SDAADESPEDTMYCSETLDSDTKSPMRSGSKRQRATRGNSVGNAEAKQSGGSFLSPLACLAELAHADEKGRASSGLMKEA
RGREASSLRATKNVRRSSQAKAAANGGGGFKCQTLPSPSTQSNGLWFTLTTTNQGEEGLPQIKSPYLRIKDGKVPVSFVK
KYLVRKLDLKSESEVEITCKGQPVVSSLPLESVRKIWLTKDQLSSTPEDRASALGKDFLMVLSYGRNRRAAAVS      
>Smol_XP_002963730                                                              
MEVVKVARAPLVACLTCPLCSSLLDEATTICECLHSFCRECIHLKLSEDDTQSCPICDVYLGVAPLEKLRPDPQLDELRN
KLFSPGAPRVRVPGDASPLPRLKRKERSLSSLGVFSAPSSSRRRKPSRPQQQHYTRVKREITSSSEEDEEHKSESSDSGN
HAKKPTREDKGKSVAAGYHSPLAYLAELADSDHAGGSSRQQNQPSSSVGRDIKRQATTGRFSKLSRPTKGVPRRRGGTSA
NNGGELYKATLPPRFQVVTADNGVWFALKPAANQSDDSVLPAITTPYVRITDGRLPVSLVKKYIATKLNLGNETDVELNC
RGQPIVSSLPVENVQRIWLAKPRDDQTPSKLDTSLELLMTLTYKRPGGNPTNATAAAT                      
>Smol_XP_002991253                                                              
MTMCQRPVGDPCQKLLEESRICAGGIDQSYTNQEWNAFVDDACVQHGVQGAESVAAQAEPEADMELDQLFCLLKEPEKNL
QDIVGQDEILAAPETSPLVQAPQEYTHGVSPSLHDPSSSATFPYYQSSDYDRSSGSVIGAEGEVYDPTLNSTTFTPVCES
SWSFGNGAAAKSEVIEISDGEEDEVGIVGEKRKLPLSFASQETTSKAWWYAQEQTNASVKKEENGNAEVLNSDDESDQRD
ERGGTTRRHYSSEPRVQEDRNLRTILQRMITVDEKEEASPEEGLMTIPLLKHQRIALAWMEKSENRVECSGGILADDQGL
GKTVSTIALILKARAPVSKLNLAISETALIESEPVDLDDDEDGDKDDDESSQKLDDRKSSLGRGRKTGGTLVICPTSVLR
QWAHEIKAKVTPAANLSILVYHGSSRTRSADDLAKYDVVLTTYPIVSMEVPKQLLPEEKEEDKRNYDDYGLGNFRGYPKK
KSKPKKRLSDEKIPESGPLAKVSWYRVVLDEAQSIKNSRTQVARACWGLRAKKRWCLSGTPIQNAIDDLYSYFRFLRFDP
LDTYKSFRSEVKDPITRNPVLGYKKLQLILQAEFSEEERIFYNSLELESRRQFQVYAEEGTLQSNYVNILYMLLRLRQAC
DHPLLVKETNNESTEFDAVENVKKLALERRVELQNTLDRNKSICTICADVPEWAVISWCGHVFCRQCISEKLATSDDTEC
PFPKCTIQLNSCLLYSLTALRNCNLGIEPTTNNNNKGKKKRQPTDTNGWISSSKIEAVMKLLKNLPVKNPAGPAPDGTRR
RAETEKAIVFSQWTSMLDLLEPQLRKADLRFSRLDGTMTVVERDSAVTEFNTNPEVSVMIMSLKAASLGLNMVAACHVLL
LDVWWNPTTEDQAIDRAHRIGQTRPVHVSRFTVKNTIEDRILALQERKKQMVSSAFGENEGNNQKSRLTMDDIRFLFSG 
>Smol_XP_002991246                                                              
MVMRRREVTDSRGIDGSFETGQTCLVIDDLLTIGAPVAETVELLSGAGLKVSDVVILVDREEGGAENLRKSGLKVHSAIT
WSDIRDVHGRVTADAAPPGESFVRTTSTQADTSVTEKASPQDTNSRFVDADTTGCDDLKTPDNVVGTSRGGERRSFPPRD
EEDDELWIVSEKRSTGRESKPGTAANQVQVNSGNSKNKAVGAIETRTHEADDLTLKTPECKRSWWPHGKGARSEVIDISD
EESNGETSILGEKRKLPLSFTPRGRRETVAVKEEPGWRGTGVKKKEPPGSYAQTAAWNAATSSYGWIVAPKMEEVLPMDR
RFGKPASSGSEPGWRGPGVKKEEPPGSYAQTTAWNGATSSYGWGVAPKMEEVLLMGRRFDQPASSGSSVHAGPKKKEEPV
QNTSTNTTPNQPAQPVPVVRRNGQASIATSSCRWTAPPNKEEVLPTGRRFDRPSLSGSYVHAGPKKEPLSQATPKKEEPV
HNTSTNTTPNQAAQPVHVDKCLRRILERMITPDTNEEATLDEGMMTINLLKHQRIALAWMVKSEERGNCSGGFLADDQGL
GKTVSTIALILKARSPIHLLNPETQAIKPEIKPEIKPELMQKPEPKRRGGTLVVCPTSVLRQWYHEIEEKVTAAARLSTH
IYHGGNRKRCPYELAKYDVVLTTYSIVTNEVPKPDEEIEADEETYADYGSSCSQAFSNKKTKKRTPTRGAGPLAEVKWFR
VVLDEAQTIKNAKTLAAYACWGLKAERRWCLSGTPLQNTIDDLFSYFRFLRFDPLDSYSTFKIKVKEPISRDPSTGYAKL
QMILQADFSKEEREFYDSLEQRSRDKFQSYQRRGTVQKNYANIMVLLLRLRQACCHRSLVPEDKESKIEDEESNIDAKEN
VSICTICEDAPEQPFLSCCGHVFCSQCISEKLLTSEELAVKCPAPGCSCTLESSLLSSFMSLDSNGGYESSSKINAVMER
LMNLPVTSPAAAGKKAVTEKALVFSQWTSLLDLVEPRLEKAGLEFRRLDGTMSVMERDAAVCEFNEKPEVSVMLMGLKVG
SLGLNMVAACHVLLLDVWWNPTVEDQAIDRAHRIGQTRDVHVTRFTVKKTIEDRILALQEQKKQMVSSAFGESGGRNNRR



NRLTMDDLRFLFTNVPVDQAVQEDSGFFSSTHVQLEPWPHFGEDLGAFINGLDNTEKRLSTFFRERNHLLVASEESIMHA
LNFIVLPVVEEMAEQLCIPFWYRHADGRAYWFPTQEPPGTNHRGCMGSDRTQSLDLVDASRLGGMSALSIQELGLTGRVA
GWASFGDVLEACFKSTGIRIVLKTFDLRQEGAAEAFVQEQKAYIAMQDLYGVYTPTFYGVGRLPHFNAVYLALSDEGTRK
LGDIRVTRFTLAALRLGLYKIHTRGVLHGDLRKHNVTIARDGGPRFLDFDCSKMQPKRWEMLEEMNQVQELLEEQPGGMA
PPPRQWYLAFHRLQLPLCHLVNSPSGPYTVLVDNSFGSFLSVLILHGMFESVLLITHLCSSLEKLWYFNNLKSVPKICEQ
LYKAYVTNVLQQTLEEHVIYAVLSKGLQMWK                                                 
>Smol_XP_002991190                                                              
MTMCQRPVGDPCQKLLEESRICAGGIDQSYTNQEWNAFVDDACVQHGVQGAESVAAQAEPEADMELDQLFFLLKEPEKNL
QDIVGQDEILAAPETSPLVQAPQEYTHGVSPSLHDPSSSATFPYYQSSDYDRSSGSVIGAEGEVYDPTLNSTTFTPVCES
SWSFGNGAAAKSEVIEISDGEEDEVGIVGEKRKLPLSFASQETTSKAWWYAQEQTNASVKKEENGNAEVLNSDDESDQRD
ERGGTTRRHYSSEPRVQEDRNLRTILQRMITVDEKEEASPEEGLMTIPLLKHQRIALAWMEKSENRVECSGGILADDQGL
GKTVSTIALILKARAPVSKLNLAISETALIESEPVDLDDDEDGDKDDDESSQKLDDRKSSLGRGRKTGGTLVICPTSVLR
QWAHEIKAKVTPAANLSILVYHGSSRTRSADDLAKYDVVLTTYPIVSMEVPKQLLPEEKEEDKRNYDDYGLGNFRGYPKK
KSKPKKRLSDEKIPESGPLAKVSWYRVVLDEAQSIKNSRTQVARACWGLRAKKRWCLSGTPIQNAIDDLYSYFRFLRFDP
LDTYKSFRSEVKDPITRNPVLGYKKLQLILQAEFSEEERIFYNSLELESRRQFQVYAEEGTLQSNYVNILYMLLRLRQAC
DHPLLVKETNNESTEFDAVENVKKLALERRVELQNTLDRNKSICTICADVPEWAVISWCGHVFCRQCISEKLATSDDTEC
PFPKCTIQLNSCLLYSLTALRNCNLGIEPTTNNNNKGKKKRQPTDTNGWISSSKIEAVMKLLKNLPVKNPAGPAPDGTRR
RAETEKAIVFSQWTSMLDLLEPQLRKADLRFSRLDGTMTVVERDSAVTEFNTNPEVSVMIMSLKAASLGLNMVAACHVLL
LDVWWNPTTEDQAIDRAHRIGQTRPVHVSRFTVKNTIEDRILALQERKKQMVSSAFGENEGNNQKSRLTMDDIRFLFSG 
>Smol_XP_002991184                                                              
MVMRRREVTDSRGIDGSFETGQTCLVIDDLLAIGAPVAETVELLSGAGLKVSDVVILVDREEGGAENLRKSGLKVHSAIT
WSDIRDVHGRVTADAAPPGEGFVKTTSTQADTSVTEKASPQDTNSRFVDADMTGCDDLKTPDNVVGTSRGGERRSFPPRD
EEDDELWIVSEKWSTGRESKPGTAANQVQVNSGNSKNKAVGAIETRTHEADDLTLKTPECKRSWWPHGKGARSEVIDISD
EESNGETSILGEKRKLPLSFTPRGRRETVAVKEEPGWRGTGVKKKEPPGSYAQTAAWNAATSSYGWIVAPKMEEVLPMDR
RFGKPASSGSEPGWRGTGVKKEEPPGSYAQTAAWNGATSSYGWGVAPKMEEVLLMGRRFYQPASSGSSVHAGPKKKEEPV
QNTSTNTTPNQPAQPVPVVRRNGQASIATSSCRWTAPPNKEEVLPTGRRFDRPSLSGSRVHAGPKKEPSSQATPKKEEPV
HNTSTNTTPNQAAQPVHVDKCLRRILERMITPDTNEEATLDEGMMTINLLKHQRIALAWMVKSEERGNCSGGFLADDQGL
GKTVSTIALILKARSPIHLLNPETQAIKPEIKPEIKPELMQKPEPKRRGGTLVVCPTSVLRQWYHEIEEKVTAAARLSTH
IYHGGNRKRCPYELAKYDVVLTTYSIVTNEVPKPDEEIEADEETYADYGSSCSQAFSNKKTKKRTPTRGAGPLAEVKWFR
VVLDEAQTIKNAKTLAAYACWGLKADRRWCLSGTPLQNTIDDLFSYFRFLRFDPLDSYSTFKIKVKEPISRDPSTGYAKL
QMILQLPEKHVTMLQADFSKEEREFYDSLEQRSRDKFQSYQRRGTVQKNYANIMVLLLRLRQACCHRSLVPEDKESKIED
EESNIDAKENVSICTICEDAPEQPFLSCCGHVFCSQCISEKLLTSEELAVKCPAPGCSCTLESSLLSSFMSLDSNGGYES
SSKINAVMERLMNLPVTSPAAAGKKAVTEKALVFSQWTSLLDLVEPRLEKAGLEFRRLDGTMSVMERDAAVCEFNEKPEV
SVMLMGLKVGSLGLNMVAACHVLLLDVWWNPTVEDQAIDRAHRIGQTRDVHVTRFTVKKTIEDRILALQGFEGGDVPVDQ
AVQVEEESGFFSSTHVQLEPWPHFGEDLGAFINGLDNTEKRLSTFFRERNHLLVASEESIMHALNFIVLPVVEEMAEQLR
IPFRLTGEPTGFPPRLLLTQARPLLLSRAKEPPGTNHRGCMASDRCHQQAPPVLSRVREERRNGRSFLVLPPRSKQGLKA
WIGPGAFSLCVHPCSTLLGIRPARRSHARLQVVDASRLGGMSVPSIQELGLTGRVAGWASFGNVLEGCFKSTGIRIVLKT
FDLRWEGAAEAFVQEQKAYIAMQDLYGYAVYLALSDEGTRKLGDIRVTRLTLAALRLGLYKIHTRGVLHGDLRRHNVMIA
RDGRPRNLEAWHLHQGNGTWPSIGWCDGRDSRWGVLIVHGMFESILLITHLRLSLEKLWYLNNLKSVPKICKQLYNAYVT
NVLQ                                                                            
>Smol_XP_002986251                                                              
QVITAESLALAQQQDLQRVMDMFGVKIQHARALLIHYRWNVEVLFSYMAEAGRDAVFRRVGLPALAENQPASQPLPSTVT
CGICFDDVPQADATQMDCGHAFCNDCKAGWLENFTVKIMEGESRKLKCMAFKCATICDEEKVRAVLAFRNSEALARYERC
LLESYIEDNAAVKWCPSVPHCGNAIKVEGGPYWEIECLCSHQFCFNCLKLPHSPLSCSLWELWERKCKDDSETNHWITSH
TKSCPKCSKPVEKNEGCNLMTCRCGQHFCWKCGTATGAAHSYEHIVGHSCGRYKEEAETRAADAKRTLSRYLHYYKLWRA
HMDSLKFEEKQEQLVQEKIERLEQRDLIVKDYTWLKSGLQMLYKARRAVSCSYPFAFFMFGNDLFKDDISPEQNAMNQVL
FEDQQQQFEEQVERLSMLIEMPEEVLEQDISGVRFKVLSVTALTDRLCCRLYELIEDLLGSVISATHHIAPYSSQVERVS
AEPASKAAWF                                                                      
>Smol_XP_002974814                                                              
MEVVKVARAPLVACLTCPLCSSLLDEATTICECLHSFCRECIHLKLSEDDTQSCPICDVYLGVAPLEKLRPDPQLDELRN
KLFSPGAPRVRVPGDASPLPRLKRKERSLSSLGVFSAPSSSRRRKPSRPQQQHYTRVKREITSSSEEDEEHKSESSDSVS
CICLVTRDKFSLCTHWEGLTGNHAKKPTREDKGKSVAAGYHSPLAYLAELADSDHAGGSSRQQNQPSTSVGRDIKRQATT
GRFSKLSRPTKGVPRRRGGTSANNGGELYKATLPPRFQVVTADNGVWFALKPAANQSDDSVLPAITTPYVRITDGRLPVS
LVKKYIATKLNLGNETDVELNCRGQPIVSSLPVENVQRIWLAKPRDDQTPSKLDTSLELLMTLTYKRPGGNPTNATAAAT
>Smol_XP_002972935                                                              
CVICLEDVQDADIYTLTECSHKFCSSCVKQHVEATVTTGRTFPVACPQVECTKKFTEGECKKLLSEAALKVFMKKIEEER
IPDAQRVYCPYPNCSDLMDRRTFLDPKPRKLCGACHRYFCLDCRVPWHTFSTCAGYQRLPLDLKDAADAKLYRLAENQNW
RQCKQCRRMIELLEGCYHMTCRCGCEFCYTCGMEYR                                            
>Smol_XP_002972933                                                              
CVICLEDVQDADIYTLTECSHKFCSSCVKQHVEATVTTGRTFPVACPQVECTKKFTEGECKKLLSEAALKVFMKKIEEER
IPDAQRVYCPYPNCSDLMDRRTFLDPKPRKLCGACQRYFCLDCRVPWHTFSTCAGYQRLPLDLKDAADAKLYRLAENQKW
RQCKKCRWMIELLEGCYHMTCRCGYEFCYTCGMEYR                                            



>Smol_XP_002961069                                                              
MRSSIKSSLAHLDVKPDNIYICNRIYKIRPETVLLSSTDGNGHNLPKSPFASPHHSKSSSNSHIPEEHHDQPPSLSTEEK
MMGLDLNEVFNLAPPHNDIICCICLKHYVEPSKLDRSHTFCMQCILKVIKGPKDECPICRQHIDSQVLSALHILMLQILC
LFQYNALHLEE                                                                     
>Php_XP_001778146                                                               
MPYSGRKGVTYKEVRIPKAPLLTCLTCPLCNYLIWEATTISECLHTFCKDCIAAELTNGESECCPVCHVGLGTLPLEKLR
ADHQLNDLKEKLFPSNVKKRKLGLVLGSPETSNATRRKERSLYSLGVKGTPADNPGYANRKTRVLPGNHGSSEPSSIDED
LEDDDDDDVDDLSEDEPSTTLKLSYNGRCTRSRSPDEAPDVKVYPHSEPRGRMEDLASTLTGDAEFLRASISGHFTTSKL
THRLKTLSNCNKKSGSLLGSRESLKNARGSRKNNGSSNSGRADREADAINTLDVLAQVANADAAREDMGSGPPSPTLPYM
HTPSSGSKSVPGQRDVREGVLAKVGSNLKDSSPATSNGQSLQVRLRQTLNGVVERPSIIRNTARPVLGTPVSGQSSRTTS
TGIWFHLESGDLQANEDALPPLSYPYVRIKDGKLPVSMVKKYLVQKLSHKVKTEMDVEITCRGQPVVSSLPLEGIRDIWF
SAQVSDQAQTLLSTQAQGEASTTPANGSGPLEPPSATDFLMPYTSGVPVFLFTKEVQGSLLLVHMSSLKLEEWVNFGGLY
SSKWVLGQLRFWF                                                                   
>Php_XP_001775649                                                               
MPAQGRADPEPPSAANADGKMIDCSRVWHASSFHGCARRGVLRVIQGWRAVGFGVPAPIALHELDFLLVMWPLVSVQWRW
QRVSCWNCPYLHAAKLFSTGGAIRHSYFSMLERSRAEQPRALVVYSGQSNELYWGAYAEQASGTRSRLENHWIGMLQCRQ
IGEIAIGAQQYNSRLAHTAALELPWEASAWWRVCKMIPDSVFVARVTVPRFRGDVMSSNQVHHAVLLRCEGIIRKTRTVM
ECLHRFCRECIDKSMRLGNNECPACRTHCASRRSLRDDPNFDALVAAIYPDLDEYEEEELAFFEDEALMNRQLKAPDSLG
LSFDCLLCGNTIVACSRRFPLLSAIRTLRVTAQQMFVIVLSLDANVCCTLIVRASDGPVVWNSQRNARHIQANIADTFKR
QSEAIARRRTASKATAAAIVRKAHGNFRSVQSRQRGRGRGRRGGRRSRYSEGSARYEDDDDFYDEDKADTATSGDETQSE
PEPNPKRRRAKVQTYSSGEENSENESLSAATRDQHEAPASFSGDESPADSLARESDGDASPTNGEGTLKSWAKGTRSSRY
GSVSGVPVANGSRSIKSLPRTQDLADALSAAARTEKEDEDASAKCCTRRKEESEDLNEQGSRDLADVSRARETGCQTTCV
IQSGVYVAWSLIAAWRRDLEVVECGFVRAMEDLQRSILTCFRNPVLQFVVHLNLQPLNDGSDDEDTLPSLKRPHLCCPPN
MTVHHLCKFLATRLSPPPEADLEILVESKTEQVSVPKPPPRLSKLSKGKAWASRGDSGKEVMLLSSGHTLESVLCDFWDY
HGNLELLYRRKN                                                                    
>Php_XP_001770987                                                               
MEYRLVSSPREPVLTSSSIDITSNVHPITFGSDGQVSVLPTTDSVQQTNDNEIVQRALVKFMQDVRSFVRQGNWKESSTG
LFHRSSTDCARDPFQVSVAETIGSLEWGIFGSAGMGESRLRGDYSCSELGQDGMGELEGAQNNWREGEADVEDGSEPVRD
ETDQRDVYLDELLSVIEDDPDSRVLRIPPGLESRSGESCRSCSYDLEFEVYAPLTILVSPQAAPRFQATSAMDEVLETDG
TMPLLGPAVSHQELGIAPYAPAVPEGHYGLSLAPSFNHTTSEVFWQRDLNGSGEGFEETSDEVLSLEDTEQDTIQYFPEL
TGDLDYDRPQQNDGSVLASNCYSERLSPGVSRPSRSTSSSPIAMFDNTSRHGLVFDSPFERNSIVENPRQFTILNGHAIV
DLTSDDSDGDEEESELKEIDGRSRGKRKLPHDETEGDRKRLRETANSSYMQNIGTGFPYTQIAKKPCETISFPNRSQSWS
PSSLKYSSQLGNLESSVTTATSLKNIPGYESHKTTSARRDTYTSSLTNMAQRSCSGEVSTSYDRGISRVLPGTVARSMAG
LVNGMRVAATIDHRLALAMDPVKRSEELAIQAVVQAFSLGDEKEELTPDEDLLTMTLLKHQRIALAWMVNRESGRHEPCG
GILADDQGLGKTISTISLILKNRAPILKSGSTSAQSVQLEGSTVDLDAYEDDEDQLLLKKEFENGQWPASALIENGNQLQ
QDEPKSSQPSSKGRPAAGTLVVCPTSVLRQWAQEIRDKVSIKADVSVLVYHGSNRIKDPHEIAKFDVVLSTYSIVSMEVP
KQALPEEKEVDNRRSAFDYGISQFTKPKKDKPEKVKKAKAKGKGAGADGDSSDSGPLARVAWFRVVLDEAQSIKNYRTQV
ARAVWGLRAKRRWCLSGTPIQNSVDDLFSYFRFLRYSPWGDVYKKFQRDIKDPVGRNPTEGYKKLQAILKPIVLRRTKTS
FLDGKPIVNLPQRIVKLQQTEFSLNERSFYSNLETESRAQFQMYAAAGTVQNNYVNILWMLLRLRQACDHPMLVKKCAKS
EALQKTTLEAVRKLPPHQRAALIQCLEGGRAICYICQDAPEDPVVSICAHVFCRQCVSEQMNGDDTTCRFPKCKKSLNVS
LLYTLSALKDSGVCEESSSLIKEEKSSEPAITELDQSWKTSSKIDAMMNTLQALPKVIVLVEDGKIVKGPKAETLLKAEA
VEIDQGETLSSGLPVVSETTVSKIDKVESTEKAIVFSQWTSMLDLLETPLKKSGLCYRRLDGTMSVVARDRAVSDFNTLP
EVTVMIMSLKAASLGLNMVAANHVLLLDVWWNPTTEDQAIDRAHRIGQTRTVNVSRFTIKNTIEDRILALQERKRQIVAS
AFGENSGGEQKNRLTVEDLRYLFRV                                                       
>Php_XP_001770571                                                               
MPYSGRVGVTYKEVRIPKAPLLACLTCPLCNYLIREATTISECLHTFCKACITAELSNGESECCPMCHVGLGTLPLEKLR
ADHQLNDLKEKLFPSNVKKRKLGLAIGSPGTSNATKRKERSLYSLGVKGTLAVNPGYANRKTRALPGTHGGSEPSSIDEE
LEDDDDDEDDLSEDEPSTTLKLSYNGGSRRSRSPDEVPEAKVYPHSEPRRRTEDLASTPKADAEHLRGASKSKSFSMSKM
GHRLKTLSNGNKTSGSLSGSKEILKNPRGSRKHNGSSNSGGAGRETDAINPMDVLAQVANADAAREDIGSGPSSPSPGLH
TTGNGSKPARGQKDVKEGVLAKVGSNHKDTSAANSNGQSLQARLRQTLNGVIERPSIIRNTPRPVSGSPVAGQSSRAPSN
GIWFHLESGDLQANEDALPPLSYPYVRIKDGKLPVSMVKKYLVQKFAHKVKTEMEVEITCRGQPVVSSLPLEGIRDIWFS
AQVSDQTQTQTQALPPTQSQGEPSTAPANGSGPSEPASAADFLMVLTYKRHRKPRIC                       
>Php_XP_001763605                                                               
ENCLICLEDKLPSEMATVKKCLHEFCDACLRRHAEVQVQASQVPIRCPESGCSEELEYPEECKQYLTVEVFNILTKRLTE
ARVPEGDRVYCPYTNCSALMDKVAPNKLSTYQKVACAECRRSFCLECRVPWHKNRSCQEYQNLPPDLRDAEESNLYKLAQ
NQKWQRCKKCRRMIELAEGCYHMTCRCGYEFCYTCGTEWKNKKQQC                                  
>Crei_XP_001699887                                                              
MAAAVLLRPLPGCCTVRQPLNRFASRSLGYEAAGGTGANALRAGATAARGGAYAKAPLVPVAQCSVCLEDAFCLVSEPCH
HRLCATCSRDVTQRATALPLACVVCREPVFQFTSPVC                                           
>Crei_XP_001698365                                                              
MASQPSITAEQIDALMDVLANSINRETATSLLRSTGGSVEAAVAAHFAGGASAGAGAQGADVGPSGSGAGAADPLSSLRS
MLGATPTDSQLRELLRIAVRPEGEPRMALYVSDEAFIKEALAAYPTATGLRCGPRGPPKTHVRLLATPRGCALERLLPLY



AREPTLLSHLVHASRGPLVLANVKLQGPGLDEAAGGVVLKADPQQQQLNGWAAPGAAAAAAAGGKQQAGGGPKRYTLHLQ
FFVDEAVIQAAAPPAHVKDGSVHGEAQRKHGRGLFGASGSAPPSRSPSAGPEDNGAEEEDEPFTDLEALLDSIQPPPELP
QVHRLAPAYVSADFFPAPVGGTCGGFLCDEMGLGKSLQTIMLIVSNPPPPDWTHTPVSVRERLQHHYFRAAPGPLSALMD
DPHGDPAAIKTTLLVTPANLQGYKDSTAGMGAALPSGLLPPAMAHGDNGFLVPVHQCDVVLVSYEVLRKELTLAGSSKAA
TRLLPRLGFWRIVLDEAQLVANSNSVAAEVVSSLYRRHAWVVTGTPISANVNEVQSLCEFLSYEPYYHGPVALLRGVMLR
RSKAAVESQLALPPCLTEDLVVELSGVERAFYDVLKSMRQIMARLVSEAYSAYDQVVANLYSARLLVAALQDSSGKAEEL
TPEAVADGGATATDDATEDAASTGGGALAALVTQLQQTCKLVSTTDLLFQVKARGSDGSILWEHTGQTAAFGGAVGGTAS
VAPVLAEEQARDRKRRWQRLVLDALTLRSYLACLQAVEAHEKAVVAAEKLQHRKDLHAAAVEAAAVAKAQLDSAAEAGMD
PSSLGGGGAAGAEAAGSQQPAAAANGGRASKRQRTNARGGGKGKGKDGEPAAALSLQEECVRLADRVKVMARCEQEAEEA
LESAKTGVEETLYRAEPVVRDFQKAMSRRGGTAASRLSAAEGDVKRGVGASAAEAREEAPPCPICLDVPDRRTITTCGHT
FCTDCIHDIVQGKGSAPCPICRAPLQRADLMDSVPEEEAAPDPAELEALRMVAARAARDGRQGDNAEYGAKVAALLAELG
RMGDEEPDSKALVFSSWGRLLRLVHEALVANGITCVSLVGGNPEARQAALQTFLHDRKCRVLLLMKSTSGGAAGLTLTVA
HTAFMLEPALNPGLEAQAAARICRLGQDWPTRVVRIIAKDTVEERCVPPCGECRSGGCGCCC                  
>Crei_XP_001698099                                                              
QVLCKYHISGACRFGSDCAFSHNLSDLPSQVCKFYLAGNCAYGDRCRYDHRRPDWSKAGQLRQQQQQHEGQEGPAGQGAG
WWSGAGAGAGAGGEAVDPADLELCPAFALHGRCAEGEDCPLIHGLECETCHKWRIHPYNEAAAAEHAAECRLRHARLEAR
LRSADVECGICLEHVMHKPSVSDRRFGLMDCDHAFCLACIRSWRERNTDASLATDTAVRTCPICRTCTHFVTPSLVWPAT
AEEKEAIVGAYKAKLGTIDCRHFAFGDGTCPFSTSCFYRHAYRDGRLEVPVLRRAGNADGEVRVVAPLRLSAFLDTPQAQ
RLLGGRRR                                                                        
>Crei_XP_001697513                                                              
MQSKQQEVEQAQAALAAEQAAVRSIATALEDSRAGAAALERQLAELRPLTGQLAELQSWRKAETGHDAELAGLKQQLAVA
QGDCRAVTSELRSAKDALARSQAAQQAEAQRAAGLAAKVTGHEDTIRAMQDDVRRLNQLTNELRSAVRAGEVAMVAAHGT
QGVLEAQLRGAARAADLQRQAAAELEGRIAGLEAQLAEGKAAAEAKEAEVVRLRSLLAHTEEQLQASLGGRLAADEVSNG
LQMQLAQTRGQVAEARRVAVAAEAEMARVVDEATEAVRLAEGRAAASAHAMSAMQYRATEAGNLLGTRVDGCVERLMGRL
AERLGRGMAAEAERMDKAITVTQQKLQGWEADLVDMESELLGVGNALDALSAAAVRRQAEREREVDSVKGDAAALRARAE
ELEAALASEAAARQLLASSKAALEEQHRESIKALEAAADDRVEAERQRLGARLTAVEAEVSRLTQTHHREAVAAGKVWEQ
ERQKLTRRIHDLQEEVQKHKDGPPPPPQVPGVDANALAVLHTQLNADLQAAKDDYELRLRSYKEQIEKASSNIRFTWSTC
TKLATDLALVARHLAGMGVALPEGAGELPPGLKGVADEGSGDLVGKLASALRLSFGLLAEGVQNMVRKLQMLQQANLELE
AKASAIDPAAWSAVAVELRGTVAKLVHIEDSLAPPCTCLMCLDIFKAPVTLIPCGHTFCRKCLANANGLCTECGADTPAV
MTISNAPLDAICAKYELKRSALTAIQRALTSVTGGGGAVAAGAGKQHGGGALATGSLLVAAQANFGGFNLGAGVKGPAGA
GVAAARAIGAGAGSTSVGASRTGASH                                                      
>Crei_XP_001693954                                                              
MPSSRRKGIVRADAAEHYKQAGFTDKEAEMMIKVLPCTNDLVKKSDLDLHSAKLSAKIDLRSTELSAKLDLRSAELSSKM
DLLNVKMEKVLIVVLASGLLLASPEGLAGNAGAVCGELLKEAMTALEYGHTYCYDCIEARVEIGGNHNVCPVPGCGAVLG
PSPFDHHRLVYDSLLDGLVAKIFPRPALDAALSKRRMEREAAV                                     
>Vcar_XP_002958957                                                              
MAGQGTIGLELLAARRRGHLDVVLVPVGGGGLIGGVASVLKAADPSIQVIGCQPAASDVMARSVAAGRIVPEVEVKNGGD
DADGGESGWSTLSDATAGGVEYGSITLQPCMDCVDEWVTVSEAEIADALIGLLEEQSKLVEGTPGGSGIMWVTGAAACAL
AVFKRLAPRLAGKTVVLVCCGILKETVTSTVCLHRFCAACIDKCLAGRPPQHKDCPVCRANLHSRRSLRPDPNFDRLLRA
LYGDVVVYGQQEDSLVAAHNRAVAQAAREAQTAQLSRAQSEAAGAAAATAATAACPVKPVQQGTSQQSSERAAATPVAKR
HHHRHHHYDDGHKQYDIPPDNRGAAAPTSRSPHGTRMRAGGTAVPVAMLKAPPSSPSPSSPPAHLTHHPRRGPRSAGAAA
VQQVEPNAATAAAAMDVATRPAAPHGPLAVPAARSASELSFRHPGMVVVRLQPADPTGGGGGPPGTRAPLPALEKPFLLC
PSKWTVGHIAQLLSQWIQQPGDVATAATARIPSAALRLVPAPGQLRGARRPLRSCTSLGALAAELPQIWEEGGGGGSRRG
AASRGAGGGNPPLLVRFPRQASPPVCFLPSRSQPDPPSTCVLMIVTHWLRNLPGLRASQAAIACLNPTNQETGAKYQKQQ
IFPFIQQPVLITRNEPTTAVSHN                                                         
>Vcar_XP_002953638                                                              
MGSQTQAIQELTQNAETAEGRHDCKRRRRGHERLFLSSGPLGSGAAGVPQEHSLDVSQPDWWQPQPRATLDPDDYQDRPR
TSLVACLSCALCHQLLQEAIASLECGHTYCYDCIEARVDIGGNHNVCPVAGCGVVLGPSPFDHHRLVYDTLLDSLVQKIF
PRPDLDAALSARRADREEATRLARAELVYLLVVFALAELLYSYFSPPIMARAMFM                         
>Vcar_XP_002952782                                                              
MFTLAPDIRALQAACSAFVDACKCPLCGLPWRKASTFPCGHTFCYECAIATLEGPGISQSECPKCKAKYWKRDLKPNPQM
MAVVEHTQKILGIGALHAAAGAAGNRSSGAAPESDAGCESPFRGCNSAIGLSLLAQARACTNAAGSATDAVKTQDHGLEQ
GGAGATSPGLHSTQAAAADRHRAVALLPAMAGEAALQPLHAGSATKATPHPCNPVDQGSEGQSAGTVPMLQRADALPTCA
EAAPPGPAPGSPWVDPGARPLAAQDASRYDRLGPAGPGHDLAYGEFVTPNTAEVHGATGGLPDTPPVLRPVSLATGHHVL
PAAAMHELPHTSHGPLVGAGGGWWEWVPSRHSAEGALQVPPLLPSVVATTPLAHGEKQGPVGQECRPNRSLGVIASSVAV
ATPLEQLVPQPRSQAPAAWASTTLLNGGPTAVTASGTGTGGAPPLRSSVVSIRRGTPSVNNAYLGFHALLEHPLGWISRS
QPAGQLLEVAHAGRARAGPRWGDDEIGEFDEAEWWLRRLGELAGPTDQEREALEFELSIVSTFLGELGEMMAKQLHPGCC
GDVVAADGRSARATSGEVPRGDACLPSLSAGVGLPSEQGCEARHGTLPGADLCQGDATCPVQQVGDSGICPPRHTGDKAA
ENEAPAAFDGFKADRLAAPVARQHPPKPHRELPSQQRMDGDAGYPALTSGAIQTSCSRGVDKEDRAAAACKIPTSEGIAA
ATGPRGDGADERSFTHRGRNKSSVQKQVACDGGTGSGRTSCTNAIGCDGTGAAAACAGLVVLPAACETGPALRCAHGGMA
PTCTNDADADDVEASRRGACCKRARTEAVSPRLAAPPTSTPPTPTRIPECGICPAGLASGHKHEGEAVVLYPGCGDGEVT
ERPDGSIARPGHSNGASAVQLQAPPAAVLLRPPSPTPCPHQLPECGVDGAAPVAGPSEPKIPQQPQPQPHVKNAPASQRL



ARRPKPRERGSAAAAMASPEPALMHELSAPGPSARRPKLLYVLPSGLGPEERAKVKELTRNVRGLELLSEVQPHLTHLVV
QLNAERRAVGRTIKYLRAVIQGCWVVGMDWVCECLAAGRLLPEGPFEATGDATHAGTPTTTRLRLERGDPPLFSGLKFCV
TFLKGSFDRGITKPELEALLLAAGGTLVRRPVHRGGGGGAAATAAATRVTAAAALFGAAAAADLYDAGPSTKQPFDGETD
GGGGSTPPLPGFPQVLVLVTPQSSVDVSRVLREWGCAPIQTQWVYDCISHYKLLPLEGFTVGLPPHGSTTYVS       
>Vcar_XP_002951522                                                              
MLQNCIDSDMKQAGQGDNGRVLPRRRSGGLVEAAVNLYMENPNSGRASVDAGGSAGAAAGSANAAAGARGSGSGHKRAAG
REGRTTAQHGPEVIVLAESDGEGQEPQRGCRRITLGGGAHSTGHNGNPMIGIRAPVVGASAAAGGSAEVARAAGGSGAAP
GARNSSVGPTTSAGNGAGHAVAGGSQPAQGNPVGNGGAALNPRSSQIRLMPVPSKPKISAGGSNASDNQGTPNGLPPLPP
TATAAPSQQHQQQEGPQRVSRVPAQAAGATLTGTVSIGAGGSNAAGAAAAGAGPSGAAAGAPAGGSAAAGAAGTATAAGG
AAMGRVEASRQATRPDPNQPLLLGNLIADVKRTQGPYPVAPLLPLPEHRRPDGSLFLADQDAVPDRSPPVQQLNSLKWPM
LLGKVVTPLELGMCKTVEGRESVLNMALDWLKEGKLVYGSTSLGQRCDEHADLFWKLEFPHPIMVSPGPWLERPQEQPDG
WRLALFVDNRDFWSAAMAKFPGLSPNREIRLATTVVGCNVQRLVNFYLLRKYPLELNRAQSSSVIPVNIRILGPGLDPEK
GVMLRVDVPESDLGRELEGTAARPGIATTKAAAQEGFGSAHDADSDGSSGDGDAREGPSDSDQESDVEDGAAAAGSKRKR
PLRGSGGGNGADGAGMARGASRKKGSRGSTRGAEPKRPSRAAKERGAGRAAAAGEVEGSMDSQRPRKRVRRLAETSGAGC
LGGALPAPAMIVGAGSSMGMAGGSATGGQQPNRSGEAPAAMADGTFRLSLEFYITEETLKATTPPTNWSPVDIQHGKCTG
RGNKYNRDGAEHLANIIHVLLEHGTGLYVGPDCDGVINTMDVLQQAAQRASKAGGAGSDRCSLNRGGSVDGSTAGAAGAP
GSGANAAKHVINDEGSNGPADELRDLDALLDSIQPPNDLPQAAVPPPVVARPKPFQLQGLEWMMRREQRGDALGRSLLLL
HPAWAQVVLGSTGLVLQVHRLSPWFITADFFPAPVGGTCGGFLCDEMGLGKSVQTLMLIVSNPSPPGWAAKPVPLASGNG
SGAGSSRCNAVVPMTALADTGDNEPIPIPTTLLVTPLNLQRQWVEEIERHLRPGSLKWAIYHGRGDSHRPHSLESDPPLG
TSAESGEDGKRAGARPSRRTRQLAAATDPGKTLSGRLLPPAMAYDGNGNKVPVHGCDVVLVSYEVLRKELTAVGDKTSQS
LPRLGFWRIVLDEAQLVANSNCVAAEVASSLYRRHAWVVTGTPISSCFNEVKGLCQFLSYEPFYHSVLWRKLIEEPLTQR
GLVGLTAIRALLRGVMLRRSKAAVADQLALPPCVREDLTVELSGVERAFYDVLKARFNTSLAAMRSAGSAANTAYQRAST
QLVELRQSCCHPQIVRREAQAGGGLRGSGGDGAGAAGSKGQGSRRSMRQIMSKMVTDAYTAYDQAVAYLYGSRLQQAALD
DCRRAGVVTDAGSAAGTHTCAPADGGGERTAGSSVGAMGTGAAGGRRIRSGSAHAAVGAAGPTSSPSLSSLEDLLESIRK
MTKLVSEPDILHQAKIRERDGAVKWERAHETAAFGGVPGGLAAVALPLATEQARERKRRWMRLELDGLMLTCYVACLLAP
RGTLQLLAARANARFLAEAQRAAEAKAESMTDTVSYRQALLMEAQTSYEAAKTEAKEAASTGAGEMEEQAARGLGSGASA
AAAGADFLLYDSDDEEDGSHGGDSDSDEGDRRRRQSGKRRYSGGFRDRNKSAQKKRRIAAVDGGGGGDIRTVDLLLARGG
TRYQEAMFRSEAAVRAFQSVTLKRWLAAEGSGKTPGPAADDPRHLQVVGEKWHDLQHMINELSPSREGQAEQGMAGDCGK
SDAAAVATEGGIAGDAVANAAAGPSGGYAGECRTITKCGHTFCTDCIHDIVQDTGAAPCPICRRQLTRDDLFDSVPEEEA
EEDDATDPGLGNGEFGAKVSALLEELDRMATSDPCSKALVFSSWGRLLRLVQEALLANNVRCASMVGGNPAARQAALQSF
LHDPTCRVLLLLKSHSGGAAGLSLTVAHTAFMLEPAVNPGLEAQAAARICRLGQDRPTRVIRIIAKHTVEDRVLAMQQYK
QQLGFDLAGRGSAAGGEAVTESVDGGMLLRFFDKL                                             
>Vcar_XP_002949597                                                              
MLGQAASWEPELRAVLSLMVFCLSVWAGRATPGSELLNLRYRDERAVAAGKQQHLVGPSGVGGPGLSLPQRVVLGLGTAV
LPYTWSRLCRTAHEGDWAESEAGSWRRIAWRGMRWCEAAVTAAAAVNSWVFLVGGNYRSLMERLVGARLVWRQAAMARII
SFEYLNRQLVWQELSEALLLLLPLLDINRLRRTALRALPRPSNVAVAPAAAADGGVVSGGCPLCGSDEPLTAVLALPCRH
TYCYYCLRSHTLADPRFVCPVDGDMVQKVRQRHRYKARMTANEIGHNVTAKILSIHKSYMAYVQDTRSEEWALPKPNSSH
VAKPHQQGSRCQISATLFLLANRAAHLLKIGQVGV                                             
>Vcar_XP_002947179                                                              
MDVTPSRLACFKQLRDELTCAVCLDICVRPCTTPCGHNYCRSCLRRNTELNRPCPKCRANLPAGHTTGPTGNVAAGSNVL
AFNAGMPTLSQQGAGSGRSLSNNPFLRLPRPAAAMASATASRGPGEVTAVVDTRSAGLLQVVAGRQDTGIVAAAAPHFNA
SQRALLSACISTQAQAGARDALNRTGSGALATFRSDGMDAAAGPAPREASITSQDSGSCTTAGGESSSPSTLGSNWSTKA
FDDASELELLPENDDLCGLGSCTTVNESSAASRGVAGGAGCSTLASNGRCNNPRRPPPEDLRQHPSLRLDDESDISRDLE
LSVTTDSGIGNGLTALSTDVPGAAVARAQGNVQDNRCIAETQGTPQPCLGTFADAPSPSWSELDAQVARAMEPLHISPPN
LPRLRVSLRRDPMPMPAPASHQTVSLDAGSKPPEGLVIRTRVCSHSQHNTNPDLASNYDGEEPSGADTFFSSPFFDRALL
MESLQEAAEGSEPGSEVGFSPRWLAGGACDGDWLIDDSGRPFVGDRLLTADAGAAGELASGDRLATAETALIALAESGRL
QEFVARGTGTSRPVRDGLPSSMPVGHGSTAQAQADSAANRTGLLPGDRGCPIELLSDSDEERGNETFLNLELRVASPECE
AATCHMQYLQNQKNPLVPQEEAFALTVGTNLVRVSSLHAPGGKDSPGNHPVTIVLHSPTTQQVSGRPATRGKPPAIQAPV
GRLQQHKSTSSIEISGSDLSGSIDIMHEDNPRPTAARGPGAAPGQGMRPSTAGRPPPLSGRSANLPPAGMQPRSVGGGRG
IGGGRRPATAGSGGSDSLSISALSSDDLSADLDITGGGGGGAGGGQDTLVEVLSLEGPKKTKTHITRAGLNQEVVRESTH
TVAMSEPESLMSLSGGALGSVSGSLVIDNSEDMGLGVGIGGGVNEAGRRGMQQGAGRAGQGTHQPQPRMRPPAAASSGTI
EYDEDFLGNSDIGVSGGGGLGSASIEYDVSGSNEGGGGMLARATASAVYASGAVGRQVAGRQVASSAPRYGDSKTPSISG
STSLSSIGVDSAASGSGAWRGGRDSSQSLQPRPGYSALHPDPLNRTTGSVRLSRPQSIGGLTAEPAFASGSSRSGVTPSR
STGDGSAKRSDGRSRQSSSGGGALGVNLMDASALEPVSGGMDESYGVYSSTEIVRHATDVNRSLDRSDRSRGGRRAVDSG
GARSSHSSGGSSSSGSSSYGVGGVRLHGIEDLGTSGDAVSGGLTQPVASATPEVSYSDLGIEEEAGVSYGDDAGVSVIHG
KLKPQSVAAAPPSPPPPKQLSEAPRAGGDSGSESERKSAGRDLNRVSHRAGSSDGSLVVREGSSSSGSSSSSGGENIMTV
DQLMPSHSSEGGSSHRGRTASGGGDDDAYESDFVAESVATESVGRSLSRAASSRRRGETAATPSLGLPIRQREFSFGRQL
AAAADSAFTPRQLAKSGSLSEEESYGRGTGGGGGKGGSAGAGPATVPRPPPPPSKAQQQQQQQRPVPDPRVAVVADSGSY
GSVEDEDEALMAAAVRSPEDDGASRWRRRQQRIQLHQSADTLSPENSSPSLSRERHGGRRRGPAAEDGSGDPSGTFDASA
SHLSQSGGLGPGPVAPAWTTTPAAATGRDGGGGTTAAAGAAIRGPPARLDPNQFSRDSDLSEEFIPSQAMQRGLTEQPIF
RPLMPNTSAPRVSAGAQGAVPAFTARGGGVISPPSPPLGPSPSPADLRRFPDPHFHPTEPHLPPHPPRPPPEPLSPAVAA
AAAPPPPRHAFAATQTDVYTNVVDLDPVSRPGTVKLRTVAMQWGTLNEASTQVAFDPVAERLMEASTGLYDTEALPPHLR



RQLQAHLLQQQQLYGPFTKRGGGGGLLQAGADALLLGESPGAAFSGIGPGFGILSLAFHSVKTAALLEQLERSLSSATIA
AGVAPPPAYPPHVSHGAGAMPYYPYEWWPGQPGAAAGQPPMTPGQAAAAAYTASTAAASAAAAAQSPPPSPPAASGSPPL
SPPRPAGPPGDARDMDGASGGAAPGPASWPTLRTVTSPGATAGASRPTSPLPLTSSPSRLRTMSVAGGSDISRVRSSGGF
LRESSGTFGVDRGVTYRRSRLSSSEMGDFEDAVEEESGLVGGSGDVETVEEENEVEEENEDVARGAARREKETAEIEEEV
EEEVLEDSSIPEEDVVRSSGSGSGSESSGHYSEDFETESVPAQSRSVSRTTSLLHRSSLVGSTSRGKLNPHLSATSFSGR
SMLRRGSVVVSTLAPIAGSEAVSREDEEEGSPPQGSRMLSRVGSVIKSSSGFKRTASISITMADDPMLPNQMARILPKTF
STNASGSSAGGGLAAQASGRRLSLDGTGRAHHHHNHPHHGAGAEAEPPPGGVSAATTAAASSAAGGDQHAQQQQQQQPGA
YPPYYSYPPYPYGTPFGMMPYTPYPPYPPYTPAPAANVASVLQYLPPPIPYVYPPYPTPNATAAPAPAPAPAHGLIPGHR
LPATGATVGGPAGIAIGGSAAGAPPRPQSAMSPGGSHHQQHHFHVKFADGMAPGGSDGAAGVSTAAAPAVTQQPGARVPG
SMQTAGAAVAAFDAGTVQAPGMAPHTSQQQQPGYSYTHTQPPSHHHSQQQQAATAATSYYGDSPRFMGGVPGGGSFLGYG
GFGPGSSSLYSAQSTLQRFGAVLSAGAFPGLDPATVRTIRADLVKTAAAVSGQVGYEDIVAEAGAADEYRAQLARVRARL
AAARASMPSVIPAQEKVVLLRTTTRAAAAAGPTAQSQQQQTHPQAALAGTRILEVSTTAPGSYRYTTLEDTRRLIEVTRP
YTSVGVS                                                                         
>Vcar_XP_002946777                                                              
MATCPLGFGGQGAGKDELSPYHCVLCRGLLHDPVVTSGCRHTFCAFCVRRFRDCPVCGADIDSTKPDTSLASTINKILLG
HAKLMSKPSAAAPPPGICPAAIAASTSAKPASCPVTSAGKAPAGSGTSESNLDLPSLLLQLALQSLAGGNPEAGLARLDL
CTDALVAPPKDPAAPGTPPSEPAYQITTTNTADVAASTATAAASLVPAVAAADAAASHPTTLDEDQVLRPHLAAAAKASS
ETAIRLGTILGCKADCYRRLGDPAAALRYYAASLICLAHWRGRSREADSAISVTHNKQGDLLFMSGRLAEAKEQYEAALE
IRREVVSAGPPVRETVAKGANGEAALATGAGAEGCAQVAVVQDLCDLAVSLCKVADVGFMLKEEAEQLRLREKPQQGVSE
GQAADPAVEPNQAADETEQEDKQQGEQHEQDQIYMAKLGDLLSEARGVLLRSELLPYARACGLAAAAVAGGSNGQARGRQ
GSGGGGWEAALAPPLVTRYGKVWGAMEQLNGRLREMKQKR                                        
>Cvar_EFN57556                                                                  
MRSSQMDAARLDEELSSMLREQFLRAFSLFRPAAVARLQPELTLLLDFLIFRFSIWEGRPLPGMSLMNLRYRNEAAPACL
AGGHSGVEGPGLSAGQRSLYCLGTVVLRYAWARTTHHAAAQHWGDAGGTVWRRRGWDLLRRAESGYRLASLLNFLAFLRT
GRYRSLLERVLRARLVYQQPSAARAISFEYLNRQLVWSELSELLLFLLPLVNVKAIKHALRSYLPRLPMLAGAGGALALA
PGGQQDQGSGQQQQCGICSTVDILAPYAAVPCGHRFCYYCLRSHCLADAQYSCPLCLRRVDAMRQLGPPRAAGSGGSGSA
TGGGGDAGGGGPGGDSEAKVLARNELSLAGWLAERHPSSLP                                       
>Cvar_EFN52946                                                                  
MKFGKRLLAEAGRCWTHSYIDYKQLKHAIKLDVEALDPRGPRFDAALRVELQKVAAFYVEKEEELAAAMARLSLASSPCQ
VAALRSELQDLRRFAVLNHYAVVKAAKKRNRHLQAACGEARVVVVRAVHILSQQYFFTSPKLAALTTQAEILAQARGRRW
WRCLPPPAAARCAAARPLATPRSPAPGRLLSFACVLALASLMVPELAPRQPPAAEVIQEYQCPICLDLLRSPVLLTCAHR
FCWGCLLAHCAAARSAAPGAKPGAKVQQAQQTQQTQQQQQQQQQQALAQTAWEGDSGWEDDQGDACATFDCAVCRKAQLL
NLDRLQVDPHLDAFLQKLQRQQGAVAIPLTRASSTASSSSGHPGSGSGIPTPSGSSTESLAPGGRSSSAPIAIAGAGLAA
AAAQSEDMLVDAKPSATTISLAEASELAEAAAAVAVAEEAEASDVPPGAAAAVASAAPLGPELVVVAPLAVAFEPALLPP
QRPEHRGRLVVCLDLDGTLVTTFTPKRAPMLPPGSISYVVGRGGKLNPNGVFVVERPGLGDFLRRIAPFSEVVLFTAGLK
DYAAPICDAIEARYPGAFHHRLYRTATVAEDVYPCIKDMSRLGRDLGRCVLVDDTPLAFFRQPDHGVPVLQFRGDMDDRM
LPEAVAPLLESLHGCADVTVPLARRFNMQK                                                  
>Cvar_EFN58821                                                                  
MLPVVGAGCGALFDKPHSFSTCGHTFCYECVISTLEGPGISKSECPVCSRPGWKNDLRKNHPLASVVETTQKISINADKN
QEQKQAAARASRRKHAQSAAPPVGPGSTAAASDAARGSVGAAVRQHASRSRSPSAMRRRWDRSVPDPEAQEGEEEMLALP
PPAPEELPALEVELELLKQALLLCDQLPCLGGPAAPAAEGGSGSAAAAAAAAADLGAQPSEPAADGCPAVMAPPQHEPWQ
KEAAAVAQPEAEMQQAAPAEAAANPAALHVEGVQGERVLQVLGPTQELDDETGERRLSGRKRRKRYSGRSVSAASRTASA
VTTAAGPGRVGKQEQAQQPAGAAQAAVAGGSGSALQKRVAPGANSSSDDDDAFKQPPARRQQRTVQQRGAERPCKAALRC
GEKVEVLWAVGCQAGAQLVPFHGQVVAVNPAEGRHQVEYVDGEVAWHDLDEEQWRLLSYREYQQAVQQYQQRSSSTQGSG
GSSSPASTEGSGRVSSGSEGAGHVGAAAPPAEKAPPAAAAAAGADPYLFISNTEVQVDAALPPGRPPGQQHQTHSVQQRP
LPARRPLAPPPKFHQAPQQPHKQLPPPPQHQHRELQQQLESSQLHDPEWLQAAAGKPAEQQQLPHSAAAAPAASAAAIQQ
QFGRKRKLLPGEDGVLPDRLEAPVSTAAAAGGAGHAPLADSQQGEQQEEGHTAAATHHAPSTQDAAGALFEMLAGQQPIP
LAAAASGGAIKGRGALPLQPTGRHNTAAPASAAATFVPASQLLVNGQQPAACAAPPAPAAGMPAGPASRRSGKVLQDPGL
FASDSEEVGIGAAPVEAAPAAGGPAAASELGDVQQGGHSEQQEQEGEEEAPPALRVQDLFKGASPSQPSLHGSPEASPAE
GQAAAGPAPAPASGSGTSLDAPCQPAAGRRCWVIGGSNTEIQGQALRLQALLGGLDLEESVTERTTHVLVTVDDHGRLKH
RRHAPSPGLARLPFMQYLQALAHGCWLVSHAYVGACLDAGAWVPERQYQAWGQNDSRDAPMLARRRRATGAAGLFAGRRI
FLVAERGGSGAVHSKLAATQQMVAAEGGTLVRSLAHGEGGGRGGAAATPSPSPEGSTLLVWMIQTKQEALAALKHAQRRY
PGRPVHHPNWVFDSLCRGRCLDPAGYVVTEERPLPSALSASGDSGIGRMSQATQG                         
>Otau_XP_003074483                                                              
MVKFGRRLDSEARDGWTGKYIDYRALKRLVYEAKADADREAAFLEAVRSEIGKANAFYAETEKGLRERLDAVEVDIRRDA
ADATAIRKAKKALLRDIYPELSELREFVVLNYTAVVKAVKKFNKNCGKNENAVSILSESPMFVSLGLAKLVTRTEMLAVH
VAPKKSAKVLEDSICPVCEDVLSNPVELPGCKHRFCFKCIINSTPASSTPLITTSSVTNLSDIAQLAETGSPIMKTPSTN
RVTMFPGRCPVCKAKDDASARTGSRSSPIVIWTTSSRITSMTRITKRRTRTTRWKTPSRVAMKMPIFCFLRHPRALGIRW
>Mpus_Micpu51494                                                                
MSAAPPGENPATVETPVDIAKLKSALGCPMCGEMFNFPVTVVRPPPEGMGRISPNSVIIHPLRARPAPRRELTPRSPSAP
NSQIECLHTFCHACIVKEVQPGKPANACPKCKIALGAFYTLVPIRPRRRGGRRSLRTFAGVSLRPGSLAFNPRPRRLSTP
PRRSPLGNNPFVEKKIVKDAPKTGLVDKLRSAGKCLSAEEQSAWDAKAAAAAAAAATTTTG*                  



>Mpus_Micpu57356                                                                
MPPRRRRSATAVAAAAAATKAAAAMEDYDDLGTVAEPLDAIAADLTCALCSQLFTRPCTLPCAHTFCRACVEDTLRGKGV
YKNECPDEACTHPVYVKDLRVNRALECLVHNFPAMRATAEADERERGNPTTPRAASRPAKEEERAVKKDEVDDLEPAAGD
GDDARAIEEEEDAAAGASPAVEEPSPKRAKSAAAPPAVNTPAASNPKQARCRVLEEEIATIDAHAAWLDAKIAALELEET
RETEAARSAAAARSAAAAIEAAAEETQTRRTSSLAAATAPPTQPTQSVTQPDTMTLTQARSMYAAAHGRSAPKKMTLKKL
RRALEKLDKDVLASVAAFALAEEDGTSTDADAAGEAGPLDPAAAAREDEAREARRRERRKTNAAAAREEAAALVLPPGES
RRKPLAAKDDNVDADADAAVVVKAAATTRSSSPKVFEHTQVSTGSKRKAAGGGGGGGSHAAATRRLAAAATRRLAAAVEK
VRDGSSFELRNEDRLSRNTTHLLMDLGGGANDRVVSEYRTVRYLEAILRGIWILRADYALDSAAAGRWLNEADYEIADSG
RGDAYDPVPSSVAIGPAGGRERREKCAPGVFAGEVAKARLSPETPLLVKEIEGLLIAGGATLASAPSTSTRGADDGSSTP
PPASETEQGVPDSEDEGEDVDDVAPRGVGVGVGGVGGGRATTIIVDDAVADADVRALEEQYGGVVVTLRWLFHSIVHHVA
LPKEAYSTRTRREESGGF*                                                             
>Mpus_Micpu210140                                                               
MAKTAATMMKKPSTDPDDVDLENLSDDELDEWLRENSKYDGEFGFDPDDDSDDDENDADGKPRAKRPGLGAALPMAIGSL
VLAAAAMVARRMRRRRAPAADPAPVKLKVDAAKRKKKKPPIASSSSSSAKTCAHCGGADPKPPATKLLRCGRCKAVNFCS
AACQRAHWPTHRGSCVAAAPKPTAPPAATATVDVPASTAPAANAAAADARTDEQKAADTAAMRRRVAERLVADRELQGAL
DDLRRRIQTASDIFWRGGYREAVLQLQDIASKAHDIPHGKSVECEALRMCGHGLIRLRQFTPAKQCLSTCLEIAQSIGSA
SLEANARVALGQLASNIDPPDHAAAMEHHAEAKRLAARVGDIPGEAAAALNLANTLSRVGRKREGVDMMRVALDLRKRQV
IAAEEALATVMTRETSASASGGRDAASAENSRAAYARRSLAEALRSEAAAKANLGTAVASFDDDAPAGGGNGGGGSGSGS
NALDAIELFEDALSSLKKKARVVADAHDVELEIGLLLNLSNVNDNQHPDKVAGRAEAAARRGELADAMAKIPGGGRSLST
ECAICLEAMSPFDGECGARVDGDGGGGDIRAKGDGRSITTLSCLHGYHTKCWDKVVGDKHAAACPECRKRQDLAASDARS
GAARERVTVHA*                                                                    
>Cmer_CMD105C                                                                   
MDQERVLLSLQRLLAPGQHQSETQLVACLDARELNVEVFSTLWESLAATVSSINPRLLQVLEAELRALLRLLYFAFSVGV
GRPFPGDVYQNLTYRVDVGNTVSEGDSVIMTRGRRFLYGCAYVLGHYLLERYQTMRYTGSPWVPSASSAEMIDNLLKSME
SLNFFLFFLMRKYRNPLERIFRLRLRRAETGATRALSFEMLNRQLVWEGFTELAISVIPILQSPLLHRILRKAVFHGRFG
AASREVVSQEHSGKIRCRLCGKSRPLMPHILIPCRHLFCYVCMAMKIRTNGSEGCPYCGSEFERAESVIPSQMVM     
>Cmer_CMT259C                                                                   
MKYGHRLRAFYEVFGAADQVGPDGTAPDARERPAPGTAPKSRASDWHRQVEPEVVCDVAENAGRDSSAGYETSASSGAGG
GRGSSQRSLSPVPAEDTTPEADPLPDAAVMGPRAPASQLPDLRSELGDRYRALYAMYKAGKAAVRCIRATMDEHAPRAHH
RTSVPPEALGRRSRYLKLLGNNLQLSRIPSDLEQVFDAVWVFFDSIIREIGAFRRVFEERTADLQCRLDVLRQQGASSSV
RGALELGAEAEQVLVCLQIAQVAIGKILKKFTKALALIASDEAAARGWHGWDVADVREDALEGAGQSESEQSSTTTTSAT
PAGSGGRSDADGVDKRRGGTRGVGNAAPNAIQDAKLERAVRLAMCGSLSSALALDPSEEAPPLVLVTRLRRFLVQQPFVC
DQRRLGFLADLRHRKDCAVLALHRILESLTPAATGDDAALGGAPTGQLHTAAACAPGRGVDGDQRTLGALTLLRHVLDDV
PPPGEYSLHAPSAHLPALPPGGRVRPFAEECRLLARQLESQLAAYNPTTDPSSPYEVATRFYLANVAASGPAVTAEAFLR
AARSVPMHFLCPICLDMLFETVELPCRHRFCEVCIQEARFSAELQGATLSCPLCQPGLYRRHCCETADTSAVQAARHASA
SPEECVSSAERDALSPADACARTEQRERRASSIDGLLRAAFPAQWRLRERQARATREMLERRRRFRERVAHLDAAKLRSS
GNLESVARKRFHWVCQCFGDRSGRARPVATPPPSAGDAVADVEPAADGRRAGLVDARAGVLGDPKPDAAAQTQGKPATSV
PQNRARSACSIA                                                                    
>Cmer_CMT287C                                                                   
MKYGHRLRAFYEVFGAADQVGPDGTAPDARERPAPGTAPKSRTSDWHRQVEPEVVCDVAENAGRDSSAGYETSASSGAGG
GRGSSQRSLSPVPAEDTTSEADPLPDAAVMGPRAPASQLPDLRSELGDRYRALYAMYKAGKAAVRCIRATMDEHAPRAHH
RTSVPPEALGRRSRYLKLLGNNLQLSRIPSDLEQVFDAVWVFFDSIIREIGAFRRVFEERTADLQCRLDVLRQQGASSSV
RGALELGAEAEQVLVCLQIAQVAIGKILKKFTKALALIASDEAAARGWHGWDVADVREDALEGAGQSESEQSSTTTTSAT
PAGSGGRSDADGVDKRRGGTRGVGNAAPNAIQDAKLERAVRLAMCGSLSSALALDPSEEAPPLVLVTRLRRFLVQQPFVC
DQRRLGFLADLRHRKDCAVLALHRILESLTPAATGDDAALGGAPTGQLHTAAACAPGRGVDGDQRTLGALTLLRHVLDDV
PPPGEYSLHAPSAHLPALPPGGRVRPFAEECRLLARQLESQLAAYNPTTDPSSPYEVATRFYLANVAASGPAVTAEAFLR
AARSVPMHFLCPICLDMLFETVELPCRHRFCEVCIQEARFSAELQGATLSCPLCQPGLYRRHCCETADTSAVQAARHASA
SPEECVSSAERDALSPADACARTEQRERRASSIDGLLRAAFPAQWRLRERQARATREMLERRRRFRERVAHLDAAKLRSS
GNLESVARKRFHWVCQCFGDRSGRARPVATPPPSAGDAVADVEPAADGRRAGLVDARAGVLGDPKPDAAAQTQGKPATSV
PQNRARSACSIA                                                                    
>Cpar_1385Contig12160                                                           
MSSVSGKSDDDGKSGKPVVNVKDFMLCSAMPHTSKSMPGCSHTFCLNCLTPILDGRRVKCPTCRVVTLLAEGQELKHLRK
NLLARVILEEIKRAADDERDAACPGGGARGGGV*                                              
>Cpar_13540Contig7389                                                           
MKADASSDAHDSLSCGVECALCLCIYEDPRVLPCGHSFCRACIAQLEQTRCVGWVWRRDCIALQCPLDRRKLQLFVADID
DLPNYALSQALRAAVALAEEQATVKAEEASSPREPARTSLGAVALAAAAFGVSVGYALGPTLERAAGMACGALLGAASVA
AEAAAPAASASAQFWFNWGHRLEM*                                                       
>Cpar_15109Contig9051                                                           
MQAEDAEAGEFDCPICASVLVGVCTLPCKHSFCSSCIARHASRRALSQEFSCPNRDEGLEARIARSRPQEYEARVEEAAE
EERRQQRLRERTQTLLLQVQVGNFHQMLPQGQGTPGNVHQWACFVRLSDGPHGIPDERVPDYIARVDFLLHPTFRQRLVS
LSDPPFVVQRVGWGYFSIPITVHFAPRWRMPPARYVHTLSFDGEGSLAEYEALPFLLNRI*                   
>Cpar_15399Contig9399                                                           



MSITSMIEFAWFDPIAAALELAQQPRVYEIFWLQQDMAPHKRKADDVEESEAGPSSACASSDGADGHRASSSASDAVLDE
MRKRAECPVCLEMYKDPRSLTACEHTLCSGCAKGSDLAGADGAIKELPRNLMAAGLLELLHEQLSKAPRPICVNCKEAHV
NTICSSCNGQFCNSYVSDTFYCCGLPWELEWYPKGYAMVDESFTSSFVNSGLPELPRGFVLKAELKMDVPGIFKEDEIEV
HSWDVDEDGNIVVEVTMKGVKLTCGAADN*                                                  
>Cpar_16070Contig10301                                                          
MGWDSSIFARGEFDKAAAEDLVCRACSDIMREPARAQTGGHVVCRACVDETSRGGGELSCPVCCEPTTRVKLVLSPQHVQ
AVNTLKAHAPACASCRTSTCLPCRPVDEIYNAS*                                              
>Cpar_16467Contig10880                                                          
MAAPAPSCSSLDCALCLEQLRQPSTLSCNHTFCRDCILALPGSDEARKRQRRVLRVGVPREVPVNPVIQEILEQLALEAE
QGNGAADHEIPASEVPP                                                               
>Cpar_23455Contig3870                                                           
MNRQMELMLFVLPLVNTARLRSFVLSRLRRGQAGPASSAADPLGDGCALCGAPADEVSMPHAANPCGHVFCYYCIRSALA
AGG                                                                             
>Cpar_25013Contig41939                                                          
MAGRTQSASNAEASRADDKKDKQDVRVDAETLREFLSCSICLETLVDPRALSCSHTFCSSCLRGIDSTSDNKQIRKATPL
GGGFVDDLPRNVLVVHLLET                                                            
>Esil_CBN79874                                                                  
MHTTTTIDPTAASAWDVEALEGGDESGRDTDAPSNASISSGRGGREVHSVCPICLGKFEEPVTLTSCLHTFCHTWLGRGR
TPTEVQNIRARGRIERGLPVGKAWHRRRSRAWG                                               
>Esil_CBN79250                                                                  
MTTCPVCGEQVQADLCSLHLDTDCSGGGRKEEVRDEVGSGNGGEADSGKTVPKRDTGSEAAGGLNALAAELTCPICLCVF
EDAHSLPCSHRFCLECILGCFKSSKRQECPLCKIPAWKRDLTRDVSIQNIIAAYRRMAA                     
>Esil_CBJ30791                                                                  
MSKEQFLQANFHFLLHNPAWSATTTTGDARSASPGLQEAFFDPDVLVDWDTVDTVRLFRRVSRRKQAVSPPPAVKVKPNP
TPPATGTPPPPQGTSDASGCLSGAATAAAPKEEGGPAEREGVPPGFKGLTVLRAAAEEGVSWGSTSSSSGKKPTAAAAAA
AAAATAAREASAAAESPLALAMSDGVQSRVASPSGDGAADDDGTQEDETGEEGDWTCPICLGVPVAPRVTKCGHGPFCLV
CILRHLDGEASARCPLCFDKMQRNQLRRAACQDVRPYVPGGTASLLLLRRKRSSLVPVQSASDKGTASGVPGGATASIPG
GGSGGGGAVDEGWAAAGGVCPAEGDGSERFSRLVRAAPSTLRDLAAAEQMALLSFRHSSIASGETEWVPYISQAQALVKA
QLDRFAGVPPTTITAKTATSGLKPQERTAVGRGGLVASGSPAVDATPPGTKSISAETPPHGGGGGVSGGGRRVDSAQRVE
ADSSSPVGLENGAGTTVGRGSGGSSSGSLVVAPEAAQPSAKGSSSSDKPSLGTRSSSAAAGAHGGGGGGGGEGGGGPFRF
FQSVDGQKAFLHPLDMRQLLEDAERGLPLPPRIDAKVLEVETVKLTPELRKRLPFLGHLPIHCDISFLEVDMLDLVSDET
SRKFREDTQKRERKRRSRVAQEARLKKEEARLERDRADRIAAMRAFTVDLQGPTPGGAEEPPRQSPPPPPSNPNASSSEG
SGDGAADSVHHAATTIVVGGGDASSAPSSSAGLGGVATDETAVAAGVSSAGAGGWSFARVTAMNGHFPTLKPDAGSSGSG
SVGNNAAAGAWGGAASVTSTGSVPVGGSSAGGVWGGRGNGLLSSGAAALPTTAVRENRVVVVEGEGAAGPGGGGKKKGRK
GKAVSLFSNAGVRGGSR                                                               
>Ngad_00090                                                                     
TREVNCQALYMAEGNLDMPEDWLRAGSLGAQLARFESHLRCPICAKFLETAMAAECGHTFCSICVRDWLGRGEDHQNCPQ
CKANRKPNIVLYKDRLKPCMSLDSAARGFKELRGALLRAVFEAGGCDAKIEEEARQRTGRNADSDQNGRRALDDSHQRGL
DHFWASKQWSGALKRHPGYHNVKEKGLRQELWAMGMMTSGKKDDLVLRHQTFIKLAEAEADKVVLGRPTRTREQVVKEVE
EKVRARSNVGTGSMARAPVNVETLSQHEGYKIMIKEMRRRQKEQKRRQDGIKLTSDDDALEDSINSNTCKRKDIELERLE
TKEWKPERGVQKAKYAAAIAICGANRGNEQDLGGSQNGDVRQTKSDALRTDLSSPSGHQLVGKDDDEDVMHLQTVKSETS
RSIDMKRRQYSKDDEVNYKQRRKSVNTLTACASRWICQACTLNNAGHALNCAACNVPRRAFITSTTSMKTVKAVQENLLH
EALQHKSRQVSDAMVIFDEGVRQSAGKAMAGVDNLGVRLRRVKPASGGLAGFSYQISDEVSQAQHEDEEITEWEGDSVKS
EEYDKGWNENSMRVRASPKAESPSY                                                       
>Ngad_06562                                                                     
MLATPATPNTEGAVDAPEGTSATTAHPASLPIPPLPLSSPAAALSQHAGSRSSPPVAEDQIENTLKCPICIDWFVEPILL
DCSHSLCLDCARRLALHDSGSNTAEVTCPLCKEVTAISGGDKAREMEEALIAEALKRFDVIPPRKSRARIEDLRACYEGF
IKNGLVAIGPNDAKPTALHMWRAVVARMESQTQETLGEAKNESSPSSSTVIETTAIHPSTGSRNGEEAGSSYGTEDGRED
PMKKLRFKKNILLNNLVSHFRQQQEQRGPGLSAGLSPPAGPHAGHTKDGQEVEGKEEGHGSPEGEKGEAAADPSVEQEGG
VTEDGEVMEDAAVSSLAPKVEQGGPGRSPGERGPSRWDAGHGKVAAGESGSRHVYVGNLPNGVKEEHLREAFKAYGGIES
VRLLRRTAQCMTGFLHFKDAAEAIRAKKELDRKPFVAGHLPRQVMKIQYQSRGNNKPCRSIRVHNLPVGVRETDLSELFG
AFGRVMIVVINTNSNIAFLSLETVEQAEQAMARWHDQEWRGRHLFLDYALRETISKEDPHLRGERDRQGRQGMAGGGNER
EKERERERGWEREKGGGREIGNGIESGKGFEGESVDVLATGNVPGTGGCGTGGGSRPFPLASMVQERENVTVSASEILLP
FQMAHPYRPTACSSCPPRGAVLPSRCTRRTWRNSESWSFSCKATCRPINGRLWRTRCKTGSCTKGSLHSLVETNEVWTLS
SATCAWNWASRPTAPGTPPRPRLRRTTSLHLVMGMAPSPPTLVTEALPRRPFGTHLWSGIGIPATCTRGAVRATLPLPRL
TTVDFLPITQTPTIHMHHTITPAPLPVASTEATLQVGGRGARFRPHPATWMTGIAAHPCPSALLPLRRGTEEGRETATGI
EAWTETLVLSGSATRLEAEGCRLWIGAPLRILTAASGVHGRVHLLEV                                 
>Ngad_07223                                                                     
MLATPATPNTEGAVDAPEGTSATTAHPASLPIPPLPLSSPAAALSQHAGSRSSPPVAEDQIENTLKCPICIDWFVEPILL
DCSHSLCLDCARRLALHDSGSNTAEVTCPLCKEVTAISGGDKAREMEEALIAEALKRFDVIPPRKSRARIEDLRACYEGF
IKNGLVAIGPNDAKPTALHMWRAVVARMESQTQETLGEAKNESSPSSSTVIETTAIHPSTGSRNGEEAGSSYGTEDGRED
PMKKLRFKKNILLNNLVSHFRQQQEQRGPGLSAGLSPPAGPHAGHTKDGQEVEGKEEGHGSPEGEKGEAAADPSVEQEGG



VTEDGEVMEDAAVSSLAPKVEQGGPGRSPGERGPSRWDAGHGKVAAGESGSRHVYVGNLPNGVKEEHLREAFKAYGGIES
VRLLRRTAQCMTGFLHFKDAAEAIRAKKELDRKPFVAGHLPRQVMKIQYQSRGNNKPCRSIRVHNLPVGVRETDLSELFG
AFGRVMIVVINTNSNIAFLSLETVEQAEQAMARWHDQEWRGRHLFLDYALRETISKEDPHLRGERDRQGRQGMAGGGNER
EKERERERGWERERGRERDREWDREREGFRGRERGRSRDRERSRDRRMRDGRGEPPFPSRFDGPGERERDRQRQRDPPPF
PDGPPLPPNRLLVLPAARGCPPFEVYAEDLEKLRELVFLMQSHLPPHQRQTLEDALQNRELYEGISTLVGRNQRGMDAVL
RDLRLELGLPPDGPRHAPPSPPAPHHQPPPRHGDGPIPSHPRDRGPPPPPFRDPPLERHRDPRDMHERGRPRYPSPPPSD
YRRFPPDYPDPHHPHAPHYYPRSPPRSEYRGHSPGRREGRSLPPPPSYLDDRHRGPPMPLRPSSPPPGYGGRERDRYRHR
GVDRDPGLERERDPFGSRGMPLMDRRSPSHSHSGQRRPRSRSPPRGMMPPQLPPYPPENGKRPHDNGRSSLGRSRSPSSQ
RRRVQEPPLSGPSSQPHLSRDVYPPRGPPPSMVPPGPALPHESTVGSGGPNPPPPLKAECEQFLQTLTGGVSSTGTNASF
PSSPPVPSSSTSSRIWLNSSNAAAYACYEAALNLVKDLLTPHYRAQVIDKDSFKRIAEETTLLLVQQLLQHRLEQQREVP
ANFKPVAADLVRTALSLYKGQHPPSPPASSGSPTEEETAEG                                       
>Aano_F0YBN2                                                                    
MDDDDVCVICGVDPSKKASNLTRRTLQTNVSREVRCGHRFCNACVERHIAKKSQFPCPVAGCGAAVRKAQLDARTLEDIE
VERDATHRKRVLAVFNATPESFATPRAYDDYLEEVEDAIYALTRGGAAAEAAEKKLSAHAAANADGVAARAAAKIEQDRL
AAAEIDDDRAAADAAAAKLRSKRRLDKQAKSDEEKHALAYALGDRADAPVRRPRRHVSAAVLPAPIGRPANPRHVTGDAL
ARRRKAGGWTADLFKKRARDELLAGCDASGLKRKRPPYAHPSGLLFGQRTAPAAHKRAKIVKAET               
>Aano_F0Y953                                                                    
MSLALALLAVATAFAPAQRSAPRCNALRADVIDVSETAVVEEAPTAAAWRAACDASGVTSYADFGVKLGDAAPAPAAPAA
AAAAAAAAAAPLAPDAPVPCVVEKVDLVVDSTIDAAQRQYVVKGEYVAPGAAVMYAFDEIRAQAKDNLAEPGFRPGDIPP
WIKTQMVEFSLTTVMEDLVKFTLEANGMEVVSGSDNEIIKWDEDPATEAKTYVRSAGGYRSYIGGLRARVAAMRQLYATG
RALPAVFGEGPDPSQLAFLRAQGVDAAVLKALKHLEATLRVSGVVQRLFSQPGDVFQAIVEHLYDLVAADPEDIAELCEG
VKALPAAKFQRAVALLRGDAVVTPVASAPAAAPAPAPADGAAASAASAASAAAAPATATPAAVTPVAPAPSAPALALEAA
PLDSLQRLPPSPVAPPPPTPAPATPSKRGKCKPVEVRAVGGAWRLFDSRHDAAAAFPGLDAPAVYNLIHGNATRAAGAFE
ARYPGEAARPPKQAKQAHGNSRNCKPVEVRAVGGAWRRFASRSEAAAAFEGLDAMAIGSLVQGKPTHVAGQFEARNPGEA
ARPSKQPAVSLKSRELLFCRKGCGRSFDWPAGRGNHEKACKPADPAGGVAMLARAAALPPTRGPSAREKKRPVPRDDVGA
PAKRPKAPPPATRAPAAVAPPKQAPTKSREKVLAWAVGDECMARYHETEDKVSRYLFPGRVAAVDVGGEVGVYAVAFDDG
DHDGRVLEKHLGPRLGRPPPPPRVFEAPPPPPPPPPRAVERPRAVEAAPVAEAEAAAPSSPRPCCPRISNTSLKPLLVEH
GCVWRQGKRHFARLAVGGKLLSLPFASAGKAGEALAAARSFCVCGRGAEAGGADVVACAAGPDGRCGGSCHRACTGLIGP
APPGWRCPLDAGGDAARLSVFPDEDALFYGARRAERGGGGRPRSAAGAREARDVSLRARNDAAVAALPAAERDRFGALFV
NGNNWPCVVMDPRIPLATAAVAAFADKGPPTYDLVLYVGERAHWAFGSERRDRLRPFAPGLPPKKLGASRSGDFRAASAA
AAGLVGLTNAARLDAALAADGIPRIDDTTDEEDDGPDDVPRVDDAVPEAPREPEASGGDPDAALPAAPRAALAAPRTFAF
LSAPRREGIVEGAVTRAAIDDDDDFEAGAAEAPVLTPTPHLGPKSDDENSSLASDDDYGIESGDDDDEVLALVAALPQAE
RDRFGALVYVKSQRWPALVVDPAPPDGRRSALILDLVRANPPPGHDLVRYLREAEATGYDVVPRDGSAPWPPDAAASARL
DASWSKNKIYKRFLAARSRADALAALPSNGERVDALRALGGFGAVVARESAPVALAVKGAAAHAPLVGRVLLRPDDDDDD
DDDDKPPALLRVVDFVQGAVVCAPLVGGGARVELDVATARGAARTHAEAEEAAVGQRFGAKLYFRSQTPRCNTCRFCLDM
SCNGGPNTLRQSCVVHQREKAQHFLSLGIQAGTYGVKSKPLAKKRARDETGGAPADAPPQLCPICFDEAPADSALDCQHR
IHPACLARLAAVSGHGQTRLSATVRCPLCRAKSRAPTSS                                         
>Aano_F0YSF9                                                                    
PRGVCRRCDEPSAVRAPVKTLSCSICFDEVHADFLASLGACGHTLCASCSIGYVRNALGDVEANVTKEGIRCPLHVAGCA
SFVTQDVVETLVARDIRDDMRGDCLPLASEEYDRLARFLDEAHVAKAERFYCCHPTCGRLFAVPHRDVLAKSTRDLLNDE
VVHVADAADAADAGDVELAGVGEPARTPRSSSALLGSLSDSLRGRIEAEPPFATCPYCERASCVRCKVPAHRLVQCSDVA
TGGDGDALTAAFVSATSKACPRCGFRITHSHGHACHHIKPGSGCPNCGHHFCYACLAPGIVPPGPSSVDDIEGWRATGGA
P                                                                               
>Aano_F0Y315                                                                    
ILHKTKIVMECLHRFCSECIQKCLRVGKNECPSCRIHVPSRRSLRPDPNFDALISKIY                      
>Ptri_XP_002181741                                                              
MEEDPQDDLFRCALCGTAEGDSSNLSSHTSLQTNATVRCGHQFCNSCIDRELVRKREFPCPVCQTPVKRVTLTVRSLDDV
QCEKDTSWRRRVLKVFNKTEPDFSSLLEFNNYLEQVEDMIYSIVNEEPDAEACKAKIKEYENAHKTEIVIRQSQRADEER
SIQDRIAAEQRSTERLRREAFDEEKAVANAKKRLKQESTQVLLGEREEVSAELRQAQMQGYRNELKRQSRGKKSSDFVSP
RVREPADGWKKETLDRQLYLKRQAAGGGIPTGSIASLERNWNETVQSLFARMKA                          
>Tpse_XP_002286697                                                              
MASSSSKMTPKMASSIDSIRASLLCPLCNTIMKEASTLECGHSFCHDCIQGYTCNSWTCPVVGCDLPVAVKGGGGNNSFM
KKNPQIGAVVSSLQSIVDNIAKAPDRWWEGNNNSKKSAIQFEEEDEVVDFEQMMGDNTTLTKLEDGKRKRSEDEEDGDAS
STTESIDIAEATAQAKVAHDNTPIAKQNTTIDQSLFDTVEKAKLDQSCALPSNFSQEYSPITIKGSQLSDGTLELNVSMP
TSDGQKTATASQIEGVMQSLESESQKKKSTFASSENNKTATPPKPKKFKSSMKTPPSNSGATSSEQKACHASRVSFQPQP
RVMLLSPSWFLKPADARTLRKCISEGMIEMIEHPDGHDDSMDDLDMNFDFDTAEGREAFLDVLSHSAARSSFYAISTDKD
YAVPGAGIVVPRSFQYYLAVACGMPIVDIEFLATFTKNKRSGIGHQRYPFPSSPGKEADKEKDFCVIGATDHSWNVPQKA
RAAALERHSSWSKGSGDATPTETLRPGTDLLQGYTVILLGEFDQPNSKRAAAKRKKQQPNAESKNYTRGHVNLLLKLCGA
KVYEVDSVTTLKQVKKGLSDEQLAGIGNVVPTGKEGSPILKDAFAENDSKVFVLVNDTWFIHFK                
>Tpse_XP_002296840                                                              
MFRKPKKKPATLRSNTTNEPEASTHSRRCSDFAQEGSHHTSSSLSSTAVNASSGKKRIRQHRYGDSSSDDENDDDDGEDT
NELLNQIRQERESKSNKKQVVNINTSSTSARKRSNDVMHQYKTNNDRLSAKEMATRGAEHHPAEKQSDNNKNSAATTINQ



SLPSLQSNVPRSKFLAGPLKAPTFVRTTARFDYQPDICKDYKETGFCGFGDTCIYLHDRGDTKSGWEMEREYEERKKKEE
EKKGREVERFMSEMGVCGVVVGKSEDGGFGADEKDRALWLVEDGIPFACHLCRGPFKSPIVTTCGHYFCEGCMLSRIREV
EGGVACPICQKDTHGVLNHAQKLVAKKRKLVGRDATWEEYLEKSKRSGGGD                             
>Pinf_XP_002909432                                                              
MALILSSPRLEAVRLIREQLSCTLWWDPQCLDCKHNFCLQCILLHLKRNNSQCPICQLPTRPSEVTRNQFLESILAAWNG
VETELEALNGDPTQHATKITVDDTDKALHRAASGSGTTVPSTMDTEEEKHKKRGPVGNNKWNIDTQEIRQELRLEQPYLP
QNYGSRQGSSAYWKKTSSSDLPDDYAGSSSAMLLSPPKNSLMATQEVEIYLDRISKQREALSQWERTYQAKSSDISSLSD
LERSLHSSNSFDELLKERRRASQHDEDGDLLTQMTQMPPATSTLESPDLLSSFRRQHTDSNESERRPAKRRVLLSSPLSL
HPRGRISSPSRKRLRMPTLQDDNYQTYGRNIASAIDLSKAESDEENEYEMKPAVPLPPSPEHKTASPDPRALLSRKKERV
SDDFRSAITAFQCEEKNDDKPKSQAAKRLVTSASHTAATTRKSVVRPSSAGNSKPPVHTSKKPANSDNNFVFVSSDLARE
EVKRVLEATQRLGGKFGHDFDLKRDPVTGRFCTSVTHLVTKAVPPIGASSGTAPDELRCKRTAKYMRALAEGSFVMDFSW
VKASLAAGRWLTEDPFEVIGDIYSDAVGKPHEGRIRRVQTGRRNSIFSIFCFVLLVSEKEFDFQFASVKALVNNFGGTVV
HAEKFSKDKSKQRSRRTPVGVVSKATLPSDAKAKWQQFQIPIVRITWIFDSVSHLEVLPFDDYYPY              
>Pinf_XP_002907681                                                              
MMDLGGDDVLDEWEWPADCEAQREMESHLRCQICGDFFHGPVLLPCSHTFCSACVRRFLQSKGAHGCCPSCKKPCASRDL
VPNRALEQVALLFEKFKPELLKRLQGTKAPNSATSTPNTESRKTRKTKQDKPERMPLMSYSVMRDKEVRKLLESINVRVP
TKNRDEIIQIHKEYVLLSNAQADSVNPKNTAQLRDEVVKNHYARMQQKAKTDAFKRSHSNVENAGSGNAASPSPGVSVQM
RANFEKLRQDIADRKAGKKPPTPATDTSSTSTPARSQKKATEGDASSVGVWRHFCALDTSIKQEFYVNSPRKIRP     
>Pinf_XP_002902609                                                              
MAYPQTISDGRTCVSCFSPAASQSILHAVPCGHVFCESCIFKRCSLALKDRTLIPAHCCGLEFPTEYVKEALGSVNFTTY
SRFLHDRQWKGTTLRSDVQYAAMVKRIGGMQCPRCGVGVTKISGCETMTCLCGNQFLYLY                    
>Pinf_XP_002902001                                                              
MDKSSSAPKEVLASSLDDAACLFVEARTETLRMANINEFFICKLCKGYFRDPYTSKECLHTFCYGCIRGYYLYHPKISSC
PTCKLNLGAKPMAKLLPDPAMKELASKFLPDYTAKEDAEERLYYMKFGIKRKQPDTRSDTQASPPKISRSLGPSPGNMIR
FELYPQRGPDVPLFLALGKLEAAHMYTQPLLKIMHLRKYLAKKLKVAKPEEIEILCKGTVVGSEYSLEFIRRTRWQESSK
MLLEYRRQLVAS                                                                    
>Pinf_XP_002901747                                                              
MQLAASIRERVTLLSDLHSSLCHLHSFSGEDERMRWRWRLHQLQRQHNLEQQDAQITSLLAAIENQISALPIESDGRSIP
IMENEVLATMEETRRGGWGRLSRFARAASGHTLGALTRSNVRDRGRSVPLTRMSMRELNAEVRDDGDDISSLTAYRRQES
NSLSHSVPSLFRSMASYLGLSMEETFLCQICYDYAPMKTSYALSVCGHLFCEACLRNYLEFKIKEGQVYPKCFFEISEDK
TACNAEIAVDDIQSLVSDGVWQKHNKFKFNKEHELARQCPYCDHSQLCAGSDHPECVCEACNREFCFVHSSAHQGHSCAE
YDKKMIAVEKLNNALISKISKPCPGCQNNVEKTGGCNQMKCVVCTTSFCWICLKVIDDTVFPEHFQWWNVRGCAGNQMAD
IEGQGSTQKGVGIVMRIIFFVIFGPPALVMAVVFSVLCCCFLPCTAHARLTFRQAFTTCFCVSGYILLAPIVLALGLAAL
GVFIGGAAAGAAVLVSRRSGVGETATARDIEDTNDQSPSDQTFFRVST                                
>Tgon_XP_002365927                                                              
MPSSSLGALSAGERPEVHREAERTVEVQPGGAAGREERRLEGRDEDEGPFVKKKRIGENANAYLATGGTSQLSSPSLNLP
DSSPMSAAASVQLPSTSSFSSFASSLSTSSSSSSSSSSSSSSSSASSASRLSPNLSAAADLCICENFESEDGMDVRFPLR
AVEQHFRCRLCSGYFREAVTIKDCLHSFCKWCLLARAEKGELEETCCPRCEEKLTHGLCHHNDIDVRRALPRVSAAAAAE
AGGSAGASVAAGVGSVGSVSSSVSSPASGGPPTQAPVLFDRSLQNLIDKLFPRFAREEALEREELRRFLAGERPYSLLEA
EETTAQVGGASPGTGSQRCLLGGSAGGQKETETCAWSSVSSAATPRQGAAAGSSPTVGVLPTLDSSGLSSSETAPAAAQT
QEVLPATAPSREEFLEELVKGRLALFDDEETLAVALVPDQAQALALLSQLSSQEGGKRRDCGEGERPQEGGVETPQTDMR
TPSRKKGEGEGGKEDAERKDRLDKNEKHVFSSIDDIRRKLGNARREAIKRRHCSSSVPSSLWPLCLPALDQPYLRVDKRM
PVMHLLRYLAARLLPVFASGDAEEGDRERARMTETPETPRTSGPTGASSGGGRVEAETGRPSGGEASATDARSPSSSSSQ
QVDASVSSPDGVSADSVASASAASRASHPPARFEPVSRSLLAELESSLELTLEGRVLGRNHTLQFVCKAHRLAFCGRCLL
LAYQWTAQAEGKRMHHAVELLKQT                                                        
>Pfal_C0H4E6_C0H4E6                                                             
MARHSKNNTANPIFTYHERKKVKDVGTLRERLGKDSMRKFEQCWICLRTAENPVSSPYGHIFCKICIINNFLNQKKIYAR
KKKEYEDYIKDLKKKKKEELLQEKEKEKKKFVQDLENLNTVNVQKEEEKNLLDISNNFWLSCNTSKVKKDTIQKKLKPPS
KNLICPITKKPLKMNELITINPEVIKNGDSENGGWVCSFSKKNIDHHKAVLLKKTGKIILKSFFENFIYGKKNSYDITVG
EDDFINLEAGGTAFCSHSNVEKTLYRESLL                                                  
>Pfal_Q8I3Y3_Q8I3Y3                                                             
MDEYKCISCFEDIYVNNEKKLYFFDICKHKICGECLENHLNKLNKQYCPLCKVSVTKKNVSLFDIEERIYANQKNVRSKL
TEIFNKRRHNFENTPLYNNYLEKVEDMIYVLTNECDEKKRKIIEAYIKKYEKDNYKLIEENNALIYQNERKKIHEIVKEE
GNLYEIIKHRPIINKVHNETYVHSLIKENPKFFDEVKVANIVEVQPQPLNPAYKNDTDIPLRKYFSQDELYQADYAGGYD
TNVVLKRCDIEFNKTIYYNI                                                            
>Ptet_Q6BGH1_Q6BGH1                                                             
MSQYSDYQYDIGSDEDYEIETQKNNEILLSQEELYQEFLDHLDKIKEQLELTMTQVVLNILIFFNFDVQQIYEQLLLNSQ
ADQLKKQLQEQGIYNLTEVHIQKNMRCAICQENGTQGISLNCSHKFCKNCWNQMIEVQFVGQIPIVKCLQDQCPERLPHL
YLEQFPKYKQILIKRFMHHDDAITWCPGQNCENVFKWLKLKPSIKCPCKTKFCSKCREEKHYPIPCDIVKKVLEHQQSGD
YWAIINASKCPKCGRLIQKTEGCLHLKCLCGQHFCYECSKPWVKDHEKSFYVCPYANTNKNLSRYTSQLKNELQIINFNI
RNLGYSIKDLQQNVKIIQIEHLAEQSEKTISLLKASRSFLYYKFYLMEDKVDEIYERTLSQFQDELNNFVEIVSKKKQEV
DTYKHSQEKIIENINFNDLEKKQFSNLKIKKKFIKNYIKETLMM                                    



>Ptet_A0DCY4_A0DCY4                                                             
MFLRKAKNQSFNLCNIALKCEDNNKQRQLWILQIGLMLEKGGKYVKQIVQLTREIPLIKADDILPYLTQNIKLDDFIDEI
CETLEEYHDQIEKQQNELEGYIKSNENLKKLLLQTSNRYIFVSQKTKCKNCFRKLFQEDYIASECSHGFHRECILQYVKS
NPTVLDEKTYLSMLYLENSQMILKNCKYKQTKVSLMNRFLDFHCFELNYLKQLKKCQE                      
>Ptet_A0CZT0_A0CZT0                                                             
MMQLCRIPINNNGNINKYRILNINYWNCQNLLNLRSPRKNTILDSESYINNQQKLPNLSLSINTNIKTCNSYRIQARQSF
QDIIKCKICFTYIEYDNFQLHCKHSFHKDCLKDQLYQQINQGQSHINVLVATKNTKLLVEKSIKQEYD            
>Ptet_A0CNY8_A0CNY8                                                             
MQKIEFNCTICLNHLSDPTCLSCGHSFCEKCINHHLKLNHSCPLCRKPTLPEWPVNEMLKEVLLILFEQGPEGNFYAPIR
NLVLQTEFPQIVLCLDCGLTPINPVVLPCQHLFCSQCFQNDLVEQYCPVCLQQCMITDPNINLLFNQFLQWYCETEEKFV
LQDQQVHSMPIFLFDKQICYKRNFSLRIVEDRYKQLIKLASHGSGKFPVVPFTDQLPVCADMVEIVSITDQIQIIGSDRL
IIDAIYCFINNEKIPFTRNTFKALPNQLWLCNYTVIKDNQDKSPIWNKIKQFIQYTFTELTEEMKSLFEKPYHLMSIFGT
KFHQVNSSLIMIQLLKINNQQFQKLYYSNDEQLRNLFIWNFINQIQQKNYLNYWHPKSKCQTETANHRLGNTITQFAVPQ
HLRRR                                                                           
>Ptet_A0CCT6_A0CCT6                                                             
MQQLFDCPICLQTLLQPITLTCGHTFCKPCVRNKYFYQNYNSCPVCRAPIQIYLNQFKVNILLETLIKQEFNSEQNYQLR
VLNYQKRLDLRNRRKWYHTMMLIIFEYSKQIWRIIQKMLPLYLIVLVILMYMSVKSNLRFEKLQKQFTKRVKLEKLSEEI
AKMVSLLKADNQDAKDLDIQNLVFSKIVKYLFTNCVRF                                          
>Ptet_A0BW72_A0BW72                                                             
MGNVKLTRCKSEQQLQNQKIMTNNAEKVFRNLKPRDHFVIQMSKSDELGETIKYHTHLEETQNKQAIKDRLIENFNKKLD
LAKIFQLQISDVQGGLKTQEAVNNDDVYIQIESPPVVGAQENDKRQVTLIDFEKNSNEDNNNEGQKLSVAILVAPSELSS
EQNIDYNNQSEEIQIQSFDQENTCPICSSSFEKIVRLLECEHKFCTSCYKEYLENKIKIAKINNVTCLQEGCTTIFSEDI
IEQLVNEQKFQQYLVFKRKYEIENDPTKKWCPAQGCDRFIEKDPRTKIVQCQCGSLVCFNCGQLAHQGMLCEDAIQGDFK
QALVKYLIKYCPKCKSHIQKNAGCNHMTCNCSFQFCWACLQPYHQYHYRYWSLKGCAIWSDGRFKTQKEISNPDKMRKIY
FAPRLVLYILRGPLLIVKLIMQAAGKSIAKPFCAMNKRLCRSLKTKFWY                               
>Ptet_A0C2Z0_A0C2Z0                                                             
MDHMEQLCQSEQQKPQYQQLVLPIYQQQLFVSHGPKLGRSVQLKCKGFDQVDSHQSGDPNYHQISQNQQSFNGKTVHSQM
QSMVSQEIKTEGLKVLVTEEARQKKIILRGDSGLSWQSELRLEIKPEEQSKESKDLQECQICYVDKPKEQFIAPLNCKHD
FCSDCLSQHLTQNILKGNVLSITCPQTSCTVAFNDEQIKGLVQEKIYEKYKRFYNRQVISQNKNVRWCPKPDCENYVIGN
GNDLLTCICGQSICFQCGNQYHKGMNCIQAMDAQYLQARKDNLIFDCPSCKAPIQKKGGCNHMTCYKCKYQFCWLCRGKY
SSYHYVIFNVFGCVFPGGQGSNLQPFKNPMLLRVMMIIPKILLTIVLVSVLLALLPFFLMYLIVAAPYELSRRLCGFRLR
RYRLGGKIGFGILYFFLGVLLSPLTVAIAILVSPCFLIFYLLDNI                                   
>Ptet_A0BTL6_A0BTL6                                                             
MSISKQFHLQFSQSPRSINKTSLKYDLALLGQSERLIKQPQIAPQKRQRSIIKQQLFLKTQISNSSLNKSNEDFLLKKQS
QNQTSFQEQLIMKDLIIQEYEKKYRDQIGVCQQLSCQVEQQKELIDQLQLQINHLKLYILDLKKQVENSVLHQQCNQKQQ
EYKDQLRRFDEILRQTMDQNYATQQRIKDFELKSQKLKQQSNDLKYHIICRNCNAQIKNAVTLIPCAHTFCNRCISNFKG
QCFVCLDQSKVTATYANDYITDLAQIYQTLESLIGVIQ                                          
>Ptet_A0BVZ1_A0BVZ1                                                             
MQKIEFNCTICLNHLSDPTCLSCGHSFCEKCINHHLKLNHSCPLCRKPTLPEWPVNEMLKEVLLILFEQGPEGNFYAPIR
NLVLQTEFPQIVLCLDCGLTPINPVVLPCQHLFCSQCFQNDLVEQYCPVCLQQCMITDPNINLLFNQFLQWYCETEEKFV
LQDQQVHSMPIFLFDKQICYKRNFSLRIVEDRYKQLIKLASHGSGKFPVVPFTDQLPVCADMVEIVSITDQIQIIGSDRL
IIDAIYCFINNEKIPFTRNTFKALPNQLWLCNYTVIKDNQDKSPIWNKIKQFIQYTFTELTEEMKSLFEKPYHLMSIFGT
KFHQVNSSLIMIQLLKINNQQFQKLYYSNDEQLRNLFIWNFINQIQQKIIQIIGTQNQSAKLKQQTIDQEIQLPNLQFHN
IYEEDDEDFNEDLNDSFSNMTITQQIILNLFHLHKVPIFQ                                        
>Ptet_A0DZJ3_A0DZJ3                                                             
MQNSSKKQETHDCNDCWSALLCGLVEILIKTKNQDQIKLLLPLANQFAPIRIHKTVELLNQMIRSPNIDLFYTLVNQEES
SQIMKMHIFAQYKKIASQICNKDILQRLGQTFKVDTIFLTYNTSISLSNSENLPLILKIVQFQSHYTVEAQEKQRSRSNS
LQHDFILEMKQECNGCLRSFDQVELNKSIACSHTYCKQCLKLYFKLGSYFICRDFYCKIELSKDDFPFLQLSPLMDPSVQ
VNKCLQCKATQGTLYTNKCGHTHCEKCIKDSLNKSKYFQTHFCLEPSCTEILNNELIKNNSKEIDVNQLLQRSNSIKQKA
SDFCDFCKKTQEQGVKNKCGHYYCKSCLQSQYQSIITYGLNKTVECPECNSKFNIDTILEEYYIQLQQLSTPRLSKMRSI
SQQQPDVQPSPSLGLILNSIQENTRLKTNEDIQQSPQLKRQNSIDLKSIYNGGSTPRRIIPQISTSSRSNYPLTQQSLQF
HRSPQFF                                                                         
>Ptet_A0EDE2_A0EDE2                                                             
MISKDDYTCSICLGVFVDPCKLKCNHAFCNACLLDLIDFNNIKYKCPMCRLEFVNKDNPLSIDEDLQNIVKENFPNQYQQ
RLEEIKNIQSLLPNELKIEVNYGNYFKSEDDNDDGLQYQWTTHVSLDYTRKSDKIALKDLDLNSLIKNVTFQLDETFFPD
VITVRQPPYLLTRWGYDVFTIPIKIKFKKEHKIQPIEFEHHLVFEGDGIEKRQIVKIDISNLTQFQELKQYSQQQQIQQQ
Q                                                                               
>Ptet_A0DBI6_A0DBI6                                                             
MNCQICFLDKQMIKPGDCSHQFCKECVIMYLKEAIQSGSVFKITCPACTAKYNALVIKQYCEDLFPKYLELKQKAIITCS
VCKEDLKTHKCGTKVCSRCGEIHSGQCSQRCPNCLIPIEKISGCNHMVCKCKYEFCWICKGQYSKYHYRLWNIFGCPFPG
SMMRSIEPLQQPMLLRLLMVLPKIIAFILIFCILLLIYPFFCLIITVKFHYQQFKIKKIRILLVFLFPLTYLIHFFYKGI
FVVQHKLHSLS                                                                     



>Ptet_A0BYT3_A0BYT3                                                             
MNSNQHEQLCQFEQQKPKYQHLYLELYKSKLFEIHGPKLKQSDTLKCQQNKGEQLNGQDDPIYLNIQDSQEQEINLGLQM
KNERQICKNNKIIQRFLKNCRFKKRVQLRCRRRLDSVEMVGCLDINQNSPFIQKGFKDCQICLSYKRMRKFLSCSHEFCK
SCIVAHLKENIIRGNVLVIMCPQLSCSEQFSNPQIKDLVSHNLYEKYQRFHRRQLISKDKNVRWCPRIDCENYVIGNGNN
LLTCSCGQQICFKCGSQYHQGMSCEQAMDFQYLEARKQLEVNDCPNCSVPIEKKGGCNHMTCFKCEYEFCWVCRGKYSST
HYGIFNIFGCAIPGGQVSNIAPLRNPMLIRVMMIIPKLLLTIFLSGGLLILLPFFLIYLILSAPYRLLKRMSYFNMKNHS
KCIQFWSFQLFLFFGILLSPITIICAILISPVLLINYVIENF                                      
>Ptet_A0DWW4_A0DWW4                                                             
MYNQFIDEEGHERQIQYLVDLGFPESKARRGVEQFGYTITLEDLINRILDMSDDNSKKSNGNKVSLIHFSDSSSEKNSPF
NQPLQQSQSQKQCQTKQNQQPQKQNSSQFQQQQKVQQQYQPQQQFQQQNQYQQQVQQQSQPCSFQNILQFQQPCEHDEFP
KCQVCFTQPIQWLHFECKHQFCQPCVIKNIKASRIRKIEQVTCLQEDCHQKLVKEEIHLVSNELLPQIDIEPYNEPICTK
CKLPQVAHKFKLFSNACDNAEFTILSACVKHDEEGNQLQRCPQCGIWVQKSKGCNSVLCSLAIVNIIGVGYAEDNVIAIT
TCFSILLVVQVWGLKNLQLNNIPVILIYFLLILLCIIVYPFFVAQVVIRRMKIDTQGNICYRVSVYIGIAILFLVLSCLA
IFPGIIIFIVSQQARLSVFAR                                                           
>Ptet_A0C0T3_A0C0T3                                                             
MQKIQFNCTICLNHLSDPTCLSCGHTFCEKCINHHLKLNHSCPLCRKPTLSEWPVNEMLKEVLLILFEQGPEGKLYLPIR
HLVLQTEFPQIVLCLDCGLTPINPVVLPCQHLFCLQCYQNDLVQQYCPVCLQQCMITQPNINLLFNQFLQWYCETDEKFL
LQDQQVHSMPIFLFDKQICYRRNFSLRIVEDRYKQLIKLASHGSGKFPVVPLTDQLPVYADMVEIVSITDQIEIVGCDRL
LIDAIYCYINDEKIPFTPNTFKALPNQLWLCNYTLVKDNQDKSQVSNKIKQFIQVTFAELTEEMKSLFEKPYHLMGIFGT
KFHQVNPSLIMIQLLKITNQQFQKLYYSNDEQLRNQFIWNFINQIQQKIIQIIGNQTQNAKLKQLNMDEEIQLPNLQFHN
IYEEEEEGFSQDLNESFSNMTITQQIILNLFHLHKVPFFQ                                        
>Ptet_A0BFI8_A0BFI8                                                             
MLPTNKIDQGEIMLQISQREQELQNQQSSALIQFSSNPICNDNATIQISRLDQEGETIQQHSHQVETQHKEGLNDNSLEN
QNIDFDSASYSHLQVADEQNQYNTKRQELQQAVKKEDVQIQFNIATNNLQQSNSQKSISIIKFDDNSEVRNNGQTESKPI
AHYILIPVYQRKQNFQDNNPQEESDFQQLDQNPNCPICSSNFERIVRLLECEHMFCESCYKEYLEDRIKIAKIHNIPCLQ
EGCTILFSEDVIKSIVSEQKFQLYLVFKRKYEIENDPNKKWCPAKGCDRYIEKDPKTNLIQCECGQLVCFNCGQVAHQGM
LCEDAIQGDFKQALAKYCIKYCPKCKSHIQKNAGCNHMTCANCSFQFCWVCLQPYHEYHYRYWSIRGCAIWTNGRFNTTK
EVSNPDKMRRIYFLPRVFLYTFRCPVLIVKLTVKSACKSVVKPFVFLNKQLCRSSKPKFCLLACFYFLFAELLILLIVIL
VSPFFLFYQCAKEIKWLSIKGCAY                                                        
>Ptet_A0BL22_A0BL22                                                             
MSEEDEVICEQCQTVPTQFVILDCEHKFCLYCISHAIHKDDSGVPCLKCNAPTVLDHESLQAVQQTKESQSQLSKTQPNY
NVKPFTTEKRQYVQPIQEDPTIKGHPCLEKLNLAVERSLDKIRNIQFDKQQVKDKCQTQKSDIDTEFKALHMYLDSKQEE
FQNQLSNIETSYLNELTKDEEVQQLDIEEMSIIKNEIKAILKSQDGQDIYTFKQLVATVDGIVQDKQLSIKQLNLFKQMQ
DELQQLSKKQAQFYQDFRRFFNILQPLQVSLVQNYASPIKLEYGGSITSDIQEKIRELKHRNSRSMNTSQLNNSRSQNSP
PKNTFLNEEINISRKISREQANIVQQRKLGTSPMDAKTVLQSSMKHNNKSNSKFNKILNSPLTLAGFSYLS         
>Ptet_A0BM04_A0BM04                                                             
MSEEDEVICEQCQTVPTQFVILDCEHKFCLYCISHAIHRDDSGVPCLKCNAPTVLDHESLQAVQQTKESQTQVSKTQPNY
NVKPFTTEKRQHVQPLQEDPTIKGHPCLEKLNLAVERSLDKIRNIQFDKQQVKDKCQTQKSDIDTEFKALHMYLDSKQEE
FQNQLSNIETTYLNELTKDEEVQQLDIEEMSIIKNEIKAILKNQDSQDIYTFKQLVATVDGIVQDKQLSIKQLNLFKQMQ
DEMQQLSKKQAQFYQDFRRFFNILQPLQISLVQNYASPIKIEYGGSITSDIQDKIRELKNRNSRSINSSQLNNSRSQNSP
PKNTFLNEEINISRKLSREQVNVVSQRKLGTSPMDAKTVLKSSMKHNNQSNSKFNKILNSPLALAGFSYLT         
>Ptet_A0D540_A0D540                                                             
MDEQQSCLICFSNFSKTDIQWFPNCQHSFCKQCLKTSYEQSIREQKVQLKYFACSYCNTQLVDNQWIQSIVSSDFYSQYC
ELLIKQNLIEYLIDDEILVACKNQSCSYKFMIWKFADHQKCPVCKQQHCRKCNNDHLLEITCEQALLLKEGSYIEKKKKL
QISRCPKCKILVEKTAGCSFMTCKCGTYFCYKCDEQLKKEDHYNHFQLNNCNALQNKQQENPIPKQRKKIRIISIADFIP
CFVCQGITEILIDRLIYQCNSGKCKGSCFCIRCLCQLSAQDIPDHLENTNCLQK                          
>Ptet_A0DMT6_A0DMT6                                                             
MQEDIEQYDYDGGYDYLTDSCQIEDIPSLVRTPSTNQEILELKDVMKFIDQLIGNMGELLNLDADNTYEILMFYNWNKDR
IECEYHETILEQLKKQGVFNNHQAICYPDQISMCPLCMEETQLIQLGCRHQFCKSCIQQSIAQRFTKEQFLVIPCLQYGC
KYKLPMSMIKNLTKPEDYLKIVCRKFIETNKALAYCQGVDCKKIIKPKDSSLTTVTCPCGTQFCFRCKHELHQPVPCDMA
KTWVSEITKNEANIKWIVLNTKICPFCKKPVQRSDGCNYLMCKPPGGCGNAFCYVCSNPWEPDHKDHFKCSKYVPPTNDL
EKEKEILARYNFYYERFLNSNSAVEQIQARLKQFREKHNQEIQETYEVTSLEFEFLEEALKELAQSRQVLKWTSCLGYFI
SQTNPTSSKLFDNYQKEFEHSCEQLGILCMQLFNELEKLQNLHTRQQTTLNQRKNDFYGRREQILKLQNKCYNLRRNLLK
ASENGDIMN                                                                       
>Ptet_A0BXB4_A0BXB4                                                             
MYIINNVQEQIINYYKNWQNIVTQKHSLRKLCMKAKEDFTQIAKQIILTMLISQIQIETNQSCPICLNEDLVFKGVQSEQ
CKHAFCIGCINGYWKYNQKKQLKCPCCRAKISTFAKSKLLQEEYQQECNSFILFYRVRCTVLKYNVIYPFQIIANIFRHL
GQLFNLFKILLKLSLQLQLVLCFILCIYVLSPIDLFPEAIFGVLGLVDDLLCVIFIVWILITQIIIRIFF          
>Ptet_A0E6L7_A0E6L7                                                             
MDDYLDEEQYLGLEDEYDNSIYNNVTLLSANDLYQEFKDRLEIIKDKIGETSQVVLNILIFFNFEVKTIYEKLLLNDEFE
QIKVQLEEQGIYKESKVNINDNLICSICEQTNAQGFSLNCNHKFCKSCWNQMIEIQFSSQIPLVRCLQDQCFERLPHQFL
EQYPKYKQILIKRFMQHDDQITWCPGLNCENVFKCLNFSNSIKCPCGIKFCSKCRNEKHHPIPCDILKKVLEYQQSNDYW



AILHASKCPQCGRLIQRTEGCFHLKCLCGQHFCFKCSGPWAKDHEQSFYTCPYMNTNKNPSKYALQLKDELQSINNNIRN
IEQSVKTLKQQVKKVLLDDLLEYSEKAIQLFKTSKSFLFYKFHLMENKDVQMCEQTFQCFQEELNSCLIIIQKKVLEVQD
NESLKERTMLEYINFEDSEKKVLRNLKIKKQLIKQYIIETLIK                                     
>Ptet_A0BMU3_A0BMU3                                                             
MIKQQIKDYKIPLSKSDDLLFVHGVDQEKQQNLHESQLRKSSLHDFVLQMPKEQQNRRNSHHSITFNNENQKVKLLHTKK
KILTQIAQYGYNAYMAEYIIQKQKISLDQDYQVVLDLVIEKIHQFEEQYKSCSGLQLQKTSYKQVVPISNDDQQQIDQFI
VEETRQEQERDDQANNDCCGICLGEYKNKQKALNCRHEFCCECLQSYLENKINNGQVLEIECPQQGCDNYFNDDAIKSLI
NDEYYQKFEKFKRQKLLDRDDTIRWCIRTGCDKYIKGKSMFSNTIKCECGQEMCYECRREDHPGMTCEQQEALDKYYELT
LKQLVIQRCPKCKAPIQKKEGCNHMTCYQCRFQFCWLCRARYTRMHFDSDNCFGCPDKQFSNDEPHSRPRWKKYGGIIFE
LFATVLILPIIPFILIYYSVMAPLKLVKHFNRQCYRQLDDGDKMCLLLLGIFFFPVIMVLLICPGLLLLLAYKIKYD   
>Ptet_A0C852_A0C852                                                             
MINSYRKWQGFVTEKHSLKNLYAKAKVDITQIAKQIIFTILIAQIQIETNQSCPICLNEDIVSSGVQSEQCKHTFCIACI
NIYWQHNQKKQLKCPCCRAKISTFAKSKKLQNEFQQECDQFILEYRIRCTVLKYYLIYPFQIIVNVYKHLGQLFNLSKIL
LKLSIQLQLVLCFILCIYVLSPIDLFPEAIFGVLGLVDDLLCIIFIVWIIITQIMIRIFF                    
>Ptet_A0E6Y0_A0E6Y0                                                             
MNSNYHEQLCQFEQQKPKYQHLYLELYKSKILQIHGPKLNQSDTLKCKQNYGEQQNTQETPIYLDIQGNQEQEIKFQPNI
QEEQQIQPKQKTFSQSSKKFRRIYGFGMRRIRSKESSEDVDSLEKSDDHSLTSKGYKECQICLSFRLVHQFLPCQHEFCR
SCISELLKENIVRGNVLVILCPHSACTEQFADLQIKELVSHTLYEKYQRFYARQLISKNKNVRWCPRIDCENYVIGKGMN
LLTCTCGQQICFKCGNQYHQDMSCEQAMDAQYLQVRKELQVYDCPNCQAPIEKKGGCNHMKCYKCKYEFCWICRGKYSSI
HYGVFNIFGCAFPGGQLSTIQPLTNPMLIKIMMIIPKLLLTLLLISGLFILLPFYLLYLVISAPYRIVKRKSNFRMSKHR
KFTQFGLFLLFLQIGIMLSPITIICAILISPVLLINYIIENF                                      
>Ptet_A0E2B2_A0E2B2                                                             
MNTYNPYYCTSCYNVWDQNQCLPKLLDCGHSFCLKCLQRLLKNNRIICPDDMKSFRVDSLHQLATNQELLHPQLQRTLHS
SQYDISLENITQSTTRLYTNLPENSVTIKKPLSPHQQHQIPWNREQLQQCHQQLQESHQQFELNQQTYFNEAFRMIFQQK
RSLIEQIEQNFSELQMKLRNIESQLLNELNIVALKLEDDIRQMHISTDQKAIAEIKLIQERIQQLLLLSDENLNTKADLV
NTLTRQTELIINHFIKQPSFNIQHIITKQMQLKFDLSVYDYLPTFCTLKKYNCDNRNQSQQRRVKTLTESNDYAYTHSNQ
SLSDNSPKPKGHDNSSQKPFQYSKNAHHLEEPPQQRFNPRELTFGGKGQVSKSRDSKNSRSLSSSKLNEATGIARIQDLL
FKGLPIEKLDLTNQNLNDLDLLDLIKLIKKSTSQIEILKLTKNRITDNGFSHLLNLLLKRRDIHTLNLSNNECTEKSIDL
IERMIQQLHGKTIYLSNCKLSNLNLLKKRQTSLQSMGVTLFL                                      
>Ptet_A0BNA3_A0BNA3                                                             
MKNSSRIKNSHQSNDCWAALFCGIIEVLIKTNQHEQISLLQPAISQYSLSRIKIFKTIELMNQIIRNPNVDLFYTLINQE
EASQVMKIFIQTKYNIIPTSVCKKEILELLSNTFKIDIIFITQNTSISLANSDNLELVLKIVQQQSEFTIEAAQKSRSRS
SSLLDYVLEMKQQCNGCLRQFEQGELYKSLTCNHTYCQQCLKFYFKLGQSFICKDFFCKLELRREDFPFLQLSPLQDMTA
QQNRCLQCKESINQLYTNRCGHTHCEQCIRDQLNKSKYYQSNFCLEPSCTELLANEIINNQSKDNDIQTVLSRNNSTTQK
FTEFCYFCQCEQEKGVKGECGHYFCKACLDSKYQYIITYGLHRIIDCPQCSTKFNIEKSLDEYYNALAYPQPPRLKRMRS
SSEQQIESQQQFFQQKPSFESQQKTRVPSSCLPLNGSRHQVPYVVSSGISTPKRVVTSSNRASRNLPQQAQYFQRSPQFF
>Ptet_A0CIS2_A0CIS2                                                             
MRQQQQLPRLSEDDQFPGRLHTQSRKLKFGTTDNFNKKSKKQSPMAESQFIKQIDNKLEQYNKDIEQRNDMIFTIEKGFE
SVRQELIKEKILNEEKTKQLQDLGQQYQAAQSKLKSIHESNKNIGQQGQDKDKDKIQQLETVQKTIQAKEHQLYQTIDSL
NAQLNDITHKIKTKEDLPDDSKKLKDQIRKSEEKKYKSQAIMDELKKNLESISAEKLLIKNQMDQYKKEYLAKEECLSSE
FNNNQNKVKELQKEKHQLQEQAKKSPLNIQDQNTKLQEGINQLKQQLAEQNKSKDKEVNQWKVNLDMQIKNIDQLTHQIE
EYKQKIETTSKNLNEKTNSVEQNTKAIGELEKKLRDQQTEIKLLNQKIEECNKKLGDTKPKNMTQVIETISILEKTHVQY
DSYILQKEIQKGLACTFCNKFIKQPVTIIPCGHSYCFECKKGYQKECFKCGPKLKIEAMYRNELLDDIIEMVKLVEQSIL
NMKQITQNQ                                                                       
>Tthe_XP_001032487                                                              
MPQTTNSKKSIEKMLSLSNSKDNFEMKEIEVQKNQNDIQKQSSVNTNKIEVCLVNCDICHEELSKDDQVSFECGHNYHSE
CIRKNIVEQIDDDSFPVMCPLDNCEQEPSMFLLSVLISREKFQACLDFETSLCPLINENNCYNCGQRFFSDSEVDLHKCL
KCKAVNCLSCHQGYHPNQPCKKVAKQNNVQAKKNNSTQFKIIYKYQINPPQSTASNLQKVTEQSEKTPANTTHFDQRKNL
STIMNQSEQAQMKEISQRIQFEGRKILPDLGNSEKRRQSHQPKTILNAPIAQLFSKAYKSSILNPNTNNYSALSSNRGQN
NIILSNAQNSSAVATNQLNASYIIKNHISVNSQYGSQNSSTRKPSLEHRQSSNNSMAKQTQLLNTSQVVVQNSQLQNSAS
KIQKSSNNDILSSSLYQPEGTKFKRLSLGKIQLQNKNHRKHSPLPLQEIAARF                           
>Tthe_XP_001023851                                                              
MDSIINHCCSICLGLFYNPVTTKCSHTYCKMCLEELVEYEQKVVCPLCRKEIKNIANLVVDKQKEQYLAQQFPTEFAKRL
EEAKRQEQLKANSVFLIIEYGNSHEYEQNPLQSQSNPSKQNQHRWCCFVKLSNLEGKESDYIERVEFKLHETFKQPLVIT
NKAPFQVSRLGWGTFQIPIKIYWKNWLQIQQPTELNWNLQFSQPEKKSIFKLKISQDILKNRPVNK              
>Tthe_XP_001022297                                                              
MNLLNMQQEQIVGLEINSEIQKPIPKVPQRSQPTINIVYKEYQKEQNSQSTQLLLTQNTIENLEISSLSFLNSEVTSIKV
NYLNFDECDENIYGDYIKKPYTMILVISEPNIKEFKKSGLQSMEKFVDTCRKLNLSFLIVYCPNLDASQKKSRGLESKIQ
EVLNEIVSEGENKLDIQRNKFLKLIDIDPNTSSNDSKEFYEFCKREFQMLLRMQIKESVEERISEIENNIFSYNEKKNQP
DWNYQVSLINKERLIYLLNSLGLHQEALQQYEECNNTIYELIMRGRLNIKQQMEGIEKDKVSIIPVLNVKLYDNYEEFTK
TILQKGLHFFKFYQILIRKIILQMTQMQFIQELMDRLQYFLRFIQSNIFSQMDCESDNVRLFQNIWIILTINQIIEFFVE
QKKIVHYSVSQQNDIDYNIILLREIQLKSMQKIAELLFSIKIEEEFEQLSISIKTNKLRKLKSFIQEKDISQLTVLQDQS



EQATFIKTYTDSTLFFNSYTNTISDQIVSLHKLKMFKKQFIYQINLLKFKILAKEIKIPYQALALECEEAYETLESWPNL
LVSGLIYKMLFYKNHCVVEQFRKCCIKLVKIKVLTLEQRNLILNILREDNEKLDQSNEDSEEILFNDNNQTLEKKSSQIL
SKYYADDMVEDQVNTEKEIQKSCSQKKRENYEAKLKFRKNYQFSLNETTIEIKLESSDINRTSRYSQDEYDKLRNKSFSN
TSNDDSLPIIQPVQYHVLTLELNQCDIDEQENQLIIKEIEIKSKGCYNLKSVSIIVGQYKFKLDISQSSKLFTFKINLPS
LNICSLLDQSAIEIPYYHEIPVMVTIIDHNFSNTTHLKFIYNHEILKLEKKYICLTQGADKSQYIENRNEIVHKDIIQLT
KKENNVNKMAIIVYFKATSKNLQKIDYGTFTNLTIKLIEDTTVLDQFEKQAITITYYKQDIKKLDIYYNINITNYSDYKI
LFSSQNQSEILNLHQNELELQKNEQISKTINPQTESKNLQELGEQIFIDDLSFLKNLKIEEYFLEKEISKNTILKDSTLI
KNPKLDIFINNVNSHCFCNEILNLEINVKILRQNQNKQNNIQEDKYFYTLLAQNKRDGNYLLLGQTQISTQNKKDDLEWK
LQILPIKCGVFYLPDFEVVQYSIDENQQLCVCKKLFSQSQCIIANMNCQGCNNQYNETDRSPRLLINCGHSICEKCTAEL
YRDGQIVCPECRFKNIAPMVTCFPRNLALININKQQPLANMVTPAKTNLGFQSSILLNSNVTSLYVNKENNQTTQQQNQN
LQGLTNTSLSNFKAANYILQEITPPAKSQSQQSFYPNTNTTSELKTLDSNIKDANLLSERYAICQKHFKKFEGNTFQYII
EQQIQCLNYKYKAYCEDDQLLLCITCILEDGHRQHSIDSIENSVQKQKQKQSEFFDQSRQQEKKAINIMQQIDANLKDLS
SQDALLDQENQMKQLEKYYQNHISDVNEFQTLYRQCSVMQDVEYLKSLQKTKQIMSKINQVQQIDKIEFKQIQNFFSKDS
ELHALTKSMLSLQTLNQANQQNPLTTQVQLVQTKKQLNQVQQNNTSSNSNKEILNNNTQTSNITNQPSSNAISSSSNQNP
QQQNKKPNTVYQTGNKPAVKRVQNRKEVASIGPLGITCVQQQNIYRTKSNQIMQKKDQTKEAIGTSYGNNSNQNCQQTLQ
QAVTTGNLNIQQNLNQGNYKLGRNDRSTSSTNPQSISSELNKPLNNYHELRNILKEKLTQQNNEQNVNRGEKSLTPSKRI
SNYSNSSYQNDNLNFFNKEKNLPNISPLRQQQVQSSNNQLKQVFQINEGLPLNSKTMYSNGQAQYKSTDKISQQDFNDTT
QKSRSIYKPSSTQSKINQIGQGDELDDQNFQFIDNNSYPESARKDLFQCQINSNNLNVLTSGQKPNSNTNSIMNSNNLMK
SMRTDITDMFMNRSQYNLIKKCDFSTISTYQNGSFIYVFGGFIESSQYAIERFDINRNVWEQVDILPTNRAKFSMVGLDN
GNILIIGGKQDGMRIALCEEYDPKTNKLTISSMMLSSPKSGFGAVNLGRDKIIIIGGNDGQNVQDLVEMYDKASMKLPKK
LCSMIEKRDELAVTLGLDKKIYAIGGFGGTKNVCLRTAERYDPETDRWETIAPLNVPRRALAAVTLPDGIYAIGGFDGQN
YLSSVEKQKNLKTRMYDESLNQWIFISSMNFPRCTLSAVTSKDNQFIYVLGGFDNGPLDTVERYNIFEDKWEMYSKMSYK
RFMHSSIMISGQFA                                                                  
>Tthe_XP_001009638                                                              
MEDQPNEEDKENQEIQFGQQSQQPVLTDKVRSLSQGNIYDKNQKSNQENITILSQSNIFERDEEEEIKQNIFYHENQDDT
IFKKKWAFNQLQKMGFDENNIIFCLERTENIQNLSKFEILEIAANNIPDEMQIFEINENMQDIRNIIDKAKEIYQFGMDK
LVEWRTQSSCLHNHNYENDQSIVKINLNKDLFGSSLIVSSENTQQQVLECAICCQEYTISKKRPLLNCDHQFCSDCLKQY
ILNKINCCQVLHILCPQEGCDQEYNEKQIGEILNDDYQKERYIKFKQRQQLQLDPDIRWCIRPGCNNAIKGQKNDPKLKC
SECNMMICYFCTNQWHEGQTCEQAIDQEYNQMAKNFKVKYCPQCKTKIQKNDGCNHMTCTRCNYEFCWLCTKQYRAGHYS
SLNFRGCPGLMYSHRIPPCFKLLVFMKIFFKYFGFLLLGGITLALLPLILVLLSISVPNIIYFMIKKDYYLYTNCCSEIF
KVFILIIIGLCTFPINFVMAIFPGSVVLIVLCITG                                             
>Tthe_XP_001027007                                                              
MIFDDEIIEEKYDPRKLPSMIPSYHHDQKPANSLKANEINKSQQIQKGSSVQIKFKINNSIGLDYKVSEQTHVTNITENE
EQHPFNQLTLYQQRIPFSYKRSNSLENFDSKLVEVLQSAQEKHAQKIRSIKVNQNLLQSIHLAQSQTLDYCMNCIHNHTD
QNNQSDKNTQHKEVDQQVSKSKKVVFNNTEVLFDKLRLCYDSQVNQGPLVPFQKSQIQNIPAAANSNLFQCLCHCHNSNQ
LVSTFRHSSSCKSHSGFKRHNQKFHSSIIDSSQFQQATSNVQYKDSSNSNIQSINEPVIKNNSSFNIQYFRNKSKRAVSM
IEMIDNPEIRKKWVITKVIQMNFDVQLTHTLIQSIDYFNLSREQILDQMIDKLILFKKQRNQQQLEGSLIQPQITKNDFI
KYQQSMKLNKSSFRNEIQNQSNFNLQKQQMVANSNTHNLELSYSLPRYNDPNYTKGNAGVQSVYYQKHFSQSPPCNESIQ
ISQAVGKNMINYHSNNSAIFNSQQENVRQSVSPQRRRNNYIKNKMNKNSFVKSNVSQIKLSYSHIQSDAFERKQNIKKKS
QILQQKFFKETKVGICSVCFEEQVLIQISSRCNHFFCSYCITNYFEEKIAKCDVLEINCLNFQCPNKYTETEIKEVVETS
TFSQYQKFKKLILIRQDQTLRWCIQLDCNGVLKGSTCNPKMQCPICGTQQCYICSGLWHEGIRCDQAINEEYEKEQQELR
KNCPKCLKEVKKSKKSVNKSTCKACGHRFCWLCNRKVTPFHFSTWNFFGCPGQMTLLLILLILYPILMVLGSFFLPLLVF
FNKNGGTIKYRGIKKFFVVTGLVLFGIILYPVWYIISIVPGLCWFTSKVLHYLQSQRDNQKQESDEDLDDEFEIFSQQVS
KGNNDSGLTKPV                                                                    
>Tthe_XP_001026341                                                              
MRLSSSSFFPQIEPKSLKTLNRGSTQDENSFNKPRSSKLIQSTEIFGQPFKNKSNTLQVDNKKRASITLGGSQKEIIKTL
SEKLDEHQYLIDSRNLNIEELENQVKLIKVELQNEKIVVQDTNEKLNSRIRLCFQIIQNFCNKKQRFDDLQVKFTSLEQD
FKTIKELEKSRMDQWSVKEQNYQKKVAELEAKLNSQKEDQKSKAKNALIEAQKQINELQLQIKSLEVNLQINEINQKTFF
FPFKIKQNMEKAKADLNIQEEKIKSLDKDKLQYCSEALELRQKCSYQKEKLENQSNETHNLKEQNKQLLQEQQTLKAQIN
ELQKSQLMLGDLRSQTQRYASDFERQVQQNKDQIQRLEADIEGFKKQDKERVDEIKTLKLYIEKKDEKIVNLTDLLQQEK
LQKGAESKDKEVILKEVQNLKEVIKSLNENVNSVKQKEQIFKVNVDKLEKGEQEILKSLKCNYCSKFIKEPITIIPCGHS
FCFQCKKAYAKDCIKCGPKVKVEAMYRNELLDDIITMYKTMNSVKESLINLIKMK                         
>Tthe_XP_001026151                                                              
MKKVKGKDEENFKHPKNDVLILQFANTALGNRLDHQKRMIAQLKLSESSYRAICECYEFFFTSYFAGWKNFLGKLERLNL
LVKRQDNNERQTSKFKQLFDSMGEMVQIVNKLKECMEKTTKDALSQIPNSQTNSSTTAIGGNSASNANNTNAVSKQRAQT
NAAALQDLQKITKQRVENFLKNFENIYADVAIDCATYGQRMNDAVKSLAQNNDANETMRRLYRENSQLQTKIKEQESYLS
KSVPLADTEKDFIMNYFGNQSKQYEELLQKYNEEREISERLSLRIRQKMDYCVTSITAKVGQDPNQILQKIIQNNANSVL
GINTNNAASMSGKENQNQPNLLSSQSSQNLIVQQQQNQMEIEDQTSNANNNNSQQENRQEEKEGYECICGGYQTEYFSQK
YEETLKQLLDTQQKLIATQTIINTSPSSVISTAFTQPVVVQNSQNGNSMSTSTVNGLQTTQSLQQQQQQQQEQSTGNQNG
QSNQQTNASVDAVANSDGNKNNCQNLELNGSASVGSSIPCLKKSESIQIQQQLLSQPALLTQVSTNIQDELCDGKLRLPI
TEKLQILQKRNEQLVQEKSELEKYMREREIDLKNMEDKFFRSGAYQSLATQTEELLKITIQMRSQLKEAKQQISDIEKQR
FREMQEVLTKFKDEKETLLKQLHEAREGVYKTQLGDAMRENLTQHFNYKKYTQPLEDQLEKASEILTIEREHNRDLEQKK



QQLNEQIIQLQKQNSDLQAKLNEKEQQINYLQSQMGFTGESYVEDKIFKYQNHKDTLKLLEKVMNDMCSAGQINQEQIKK
FRDLIEYIRNREEKIVQLQKVKQQNDIEKKKLQQNQDEIWKEYENLDKSFSQMKARCDQVNQELKLIQEREQGLEYKNLE
IQMQFQKEKQSYSILVAADQQKKDNTKNLIDNLEDQNKQLLQQNSNLSSTIEEVNQQKQLIQQQLEENTVLLLDTQQKFD
LLNKKFGDINEKYNELIANHEKIQQKLQTAYEVLDNSESKNTSAEVAQLKEKIQNMRLLLQCSCGQNFKDTILQKCLHPF
CRECIDKQIRLRQRTCPKCRTAFGQNDVKTLYLSH                                             
>Tthe_XP_001019297                                                              
MNDIQMLPEENFLNHGFQLYKIRLDQKTLNLIQALLMELSLISNKSILNDSFARNKEINVGLMEGILKVLEWRVNGNIND
GEFAMLYVEWLKSKQFIVNDHLISFSYELLVPKNTIINYLRNQKHEDLSFVISQYMELLNSQFNEHLSSITKIHPKNIEI
SEDIYIMFDDEGIGYVGIDQMIFLFMALVKKQRLSIPNSKNQFYSEFQTFVSQIPQINGNISLRSFKAYIVLSSPSSDDI
QEILDSCQELMNEFGWNQHNQQESSDVQFIFPKPFNEAFVECMNTLHQQGYITNEDLMRDECESTNHTSYINCLDQGKFQ
RALFSNSLEFYNERVLSGLNIKLSQNVFSCFVTKLDQKIQQYITAFTNKYIPQSYQSYQSYDSRQDLNQQKGSKVFSKSR
QNKPSVDMKAEMQRLEKENYKPKINFDDSSYNNYNNNYHSWNESYSNQNDIQNKSTLPFFQASVQQTIPSRNSIKDNSYL
DSLQNNINKNIKNMPQQGRGYNVQTNQPQFQQQKQQLFQQFISKNQNGQHNSIEYNIKLADLDAGQQSKQVSINKNIRNR
SKSPVQNQQIQNQAGMTFNNNNNNNNNKNNKMQATILRQVTPTKSVSPIKFHISLSNSQKQINLQQKPYINEFQPNPSQS
VSFQKQTASSKLKNFSNQQGSSVKKAKSSLNMRANSIENVNHFNSDIQLRQQTSMGFREQTPDKKYQINNNSNWNESSNL
KNRKTSISSNNYMQQSLNNFQNQSTALQRSKSPQVRKSQTIQMWNKRIEPFEKVMQRLTTYVQIETKLDLAAMNSRIRYN
QSQDFSNTKKQLFDNLIDMGFEKKQVEKAFQYSKQKENMDELLNYLVKGENGWAHEYRMDFTTQRCQICNEGLEQHQNNQ
NNQQLIQFSDSNSDSSFENPMLRANSSSKSQNIPNQNHQLELNKLASNKKSVFLSRIQEEEKENENKFMYCEVCRDLIPP
ENMKELPCKHIFCGNCIEKYIASNMNKGKFFNIKCMTEECIFVFQDEYIRTLVQPEITEKFFRLKEIASLNADQSVLWCP
NPNCGKYMRLEENIRQNLCEINCTYCQIRICLKCKRKAHSKKCCFFKKNCEEELNEEYEIWAVGKPVQLCPNCSVRTEKT
EGCNHMVLYAITIGAGYVDNKQYMDIICLVIPQDALECLVYPIVFGLYLWLRFYDAQLSPLKIKVIQSNNKCLYYFCLAL
YVIFGLIIFPICVVFAVFPCLPLIFLSSSFRSYIYSSFPSGQAVFFNISSNLFQRLYN                      
>Tthe_XP_001018593                                                              
MSCCKICLFEWDVERTIPRVLLCGHTFCEECIKNQVQTNLVFVCTQCQVQYNYQNVRDAPINRTLLEYAEEIKQKQIYLS
EKQSQLVDITNNKSNQGQGMGDLIKQQLQYESMKKDHSNNLMEDINENSNNFNQQMQYAKADDICMFEDCNNTRVYKYGK
KQVFCEKCLSKCSANIFNQNQSNDNNSNSMMTAYNVSPFVYYQQTTPSTNLFSTPNKNNQNTTLQLLNQQGFSSNQQSQV
QQQILNPQTQQSIHFSSPPPNNQSYHRVLFQTPQYSSSSMNQSQQMNQSYKVNQFNSASDFKSNPLKTQLQF        
>Tthe_XP_001010477                                                              
MIYSQEECIIQSTRDIVELPNISKITQASKIYQASKICHEKNPTVTQTMITGLTNSTYESISGTKNTIYQQQNSQKEENL
KNQHFSQKSILLSNKEQDQAFSIFYKNDQASNDSSKNQNNDMQIETNSILSNKSRNQSDQLTQDLKAKWVFTRLLEMNIS
QYTYQDVINILCLLQQQHQMNKEDFLQYMVDKNFIQSQLKKQEHAINIDSIKGIQHEKFKQVLTIKQDMRQVQKNQGDEK
IPDIENSLVQERQSKNEQILQNSFLYNSTNTQNMKQRMINRHIQFRCSVKTQTKNYFLSEAEGGVTCNICCLSYQREYFY
TLDSCNHLFCKNCIIQYLENCINTSQVLKIKCPDENCKVEFTDQILQKILDTKTFQKYLKFKELKIINSDPTLKWCNRTG
CTFYCKINLNDPKIICKCGHQMCFQCGNNWHEGKTCDEVIQEEFQGAIQKYVISFCPTCKSKVQKASGNIHFNILIQFNY
FFKNNQGVIEFTVPSAHNLFAGYVELQIYPMLISVTQIFWVVLVQFVHNQLKYLAIQKIGKQFSRSNPDENPQYQRIVMF
IPRLIVFICILAAFTAIMPFFLVGLAIITPNYFYWNNVNQNYAIPKQKQKQRFVKAIGISILLLFVGVILFPICLIPGSC
IVLHRIIKNRL                                                                     
>Tthe_XP_001007904                                                              
MQQLQQELSELINQQGQVQDIHSTLTRNSASNSIIREETLQNYLISESKESQENLKHIIQKSKIDYLCKLQSTFTSSEQE
QELAEYIKDFKNNFGYLGSDQNSHVWQILQSLNELQSVNSGLSFITDKNPIQNGGLIFSLLKSAFNLYHKINLVNIFESQ
ASEDKNLKLQLDEQMIETIWDSVIVNGSNNKKTVYFLNLEFLNPSQIIFIAKLQKHLNNLKNEAQIPNIVIYSDDILASQ
LKEQIKPQLEIVLEFKRMPQKIQYVQNAILSQKSKMDLIEQLIIDALKKYKQTLLRFDVLIFVKNIEESKYLQQHYLNLI
KEKLNIIDLTDIEVNEEESKFYLEDFKKNWEKQLVEKKIKEKELKIQQEKEQQAKKIEEELALERERQRKIEEDKNKIFD
EEKKLIKEKINQQQVQQIPDVHPLQQINQDELNIPPFPAVPEIQQQQLNLQEIQINQNQEQEIQLQKVQREEEMVKEEEE
QKRKEEELMVKEEEERKRIEEEEVRKIREDEENIKLKQLQEEEERKRREEEEIKLKEDEEIKRKQDEENKLKQEEEERQK
DIQQYNEDLNKQINKNKQNLYKANEFNIFIAKSYKQLKHHNLDNVIIQIDTGEAFKVYFMDTIFDQIPVVSSKITREEAI
KRERLIGNTKSCEIHRLYEKKEFLRLQKRDFLNLINLEQYKAFSEIQNEKCPQKQAIRILLQIMINLSENWFSCSSEVGA
HISILWSRMGDIFSVHNQLLVSQTDDLYLACQNLNLQNILEKNQVNSNQYDKIVYKMLNIQKVLNIKEDPVKILQKLEAT
KFSELVQQVAIEKYWKNLCVYSGHRRLGFRHFESAKMLNYAEISSMNLIQERPFLIIPLQLQINSKNQYEIKQCLAIDHP
FLLENAPSQFIEKHQLRLLKRQSLNLHEIEYFGISDALFQYFEDNNQIIKDMENKFDCYYEPNHHMDTITIHSDASQKEK
LEKHFNNLLQEAQKILSEEVMEISHGNNCILKIQKGGTIKEVTILQNEHIFIVDNLPLNVKEQDVINLFEEYGDIVQVKF
FTDPTLKNVEEKSISAEVLVAETEDSKFFVETFNQIEFQDRVLQLRLKNHSYQIHQDNNSTRYHNIFRWQTWKSKQTGRI
EFLDESSVQSFMKLVQNKLIVDGKEIKAEQDKNFNKTVILSGLQKCTDEETLKSCLIPELQKNIVRINVDRIADVDRGIS
KTSLIFALNKIYKEQHQISWVRRKDHGIVEAKICFSKNYLYKMNTYYERFNSKPDILGQQKLYVQRNYIETFNYDLKMMN
VVQMILKGNQELVQMQQKNEIKLKEKIVRPIPSKQEFIVILKCNDETHFNKAKGIMQALLQSKLLDLRNVKLDLASLFDE
EDQVDYSQLFTEIGQKKLKEIESKYPVFFKINLIKEEVRVFCTDAIYDLINKDVEYFLRQSVRVKIPISGKNIRNILGID
GRGLEEFKNKTNICKIQLDYISKDIYMEGNSKQVDQAKNALLALLEEKNSQACLNNMPYSYEDCQVCSDTIVTGYRLQGC
GHKFCLSCIMFVIDNSLGDVNSLPIKCPFCSQAIIMKDIKTLMSEDQIQKMTRMSLNHYIQNNFQEFSFCVNENCKSIHS
SKLTKYTCYECKKTYCSKCAAEYHFGMTCTVYQETEAKNIEFLIKEGARKCPNCGVYIIRIDGCYRVECRRCNQHICWKD
NCMKFFATSSECYNHLDENHGGYW                                                        
>Pmar_XP_002772383                                                              
MKFGKNISLQQAQRTDLHYLQYKLLKKILKRSTRSTQADGSSRAAYDHHPNQKSFEKMLEDEIDEVNISFSEHANKLQDE



ITALSSEGSQGVSSSERLRRLMSLSRSVDELRKFAVWNAVGVVKILKKRNKLRATSDPQGDRQDSSIDMDEERSRWLRRQ
KFFTGTDFAELQASIESLSNALCRERLHELGPEKLPSQLVLAEDDDCPVGMFRDERCPICLEKCSDVVELSTCEHRFCWK
CFVLGPIAFAPGEYRFDRCPICRREQPLDPTVNFKTDTNSNSTTNMLLRMAKYVEVEDPPKNEQVQSSEPSSSSFFSTLP
ATSHKSAEDSVSSEKSSQQNAAWTGNSAEAILRRDQSGFSPAESWKPTQEYRKRAGCVVFNEAGDSVLLVNSRRHGAMTH
TIPSGKVEGFDQSFEAAAVRETLEEAGVVCAVLGDLGWVKSHDKSGSPKATRVFYGRCDEVLDNWREERFRDRLWCSIPE
ALALLGDNRPLYQKAVTMAHEVYVSTLDLPKASSSSVATTASFCSSQN                                
>Pmar_XP_002768508                                                              
MKFGKNISLQQAQRTDLHYLQYKLLKKILKRSTRSTQADGSSRAAYDHHPNQQSFEKMLEDEIDEVNISFSEHANRLQDE
ITALSSEGSLDELRKFAVWNAVGVVKILKKRNKLRATSDPQGDLQDSSIDMDEERSRWLRRQKFFTGTDFAELQASIESL
SNALCRERLHELGPEKLPSQLVLAEDDDCPVGMFRDERCPICLEKCSDVVELSTCEHRFCWKCFVLGPIAFAPGEYRFDR
CPICRREQPLDPTVNFKTDTNSNSTTNMLLRMAKYVEVEDPPKNEQVQSSEPSSSSFFSTLPATSHKSAEGSVSSEKSSQ
QNAAWTGNSAEAINMSNPVSACSLRRDQSGFSPAESWKPTQEYRKRAGCVVFNEAAPICDDKISQNGDDANEDDIWRRYP
QQQPTTCGGFNRLSSQIEGMFLLLALRAVPALIFLMCTILLGVYDHDLPAYTRADVTAMIWVTLADWAYNIAMSTGLVML
SPLWVTMGTVPSVPVALIFDMFAKGLTLSVGAWTGVLLTAVGFIVFNVISSREESGKQREAVGLPSDQSD          
>Bnat_131425                                                                    
MYWTLRIQEIDLSRVGNDASSPSSSSSSSSSSSSLLSQEYAARLPGWLPGRARRFVNNTTSFARKIYDFSLIPSTPEDEK
EKIVGVHQGGEVEVSKVMRVNQLDAQTLDDDLHQLLWVGLERIARHGGQGLLLQWRAEAKALLKFTIFWNTIWAQKSTPG
MELQNLILTGLGKRRVLYGVLTIFAPWLLTRSKDYMSDRQWIGFQRGSIRRVIYELVNALELAWDAASIVHILVFLAGGT
YRNLVERLLRIRVGYVNPRAHRALSFEFMNQVDFGLVFRSIVSMVGWKKGWWKKGGPQDEGEDDDDAVKGRGKCALCGLS
PIVVPMRATPCTHVFCYTCLRSLRMESPNPVCPRCSKKIVGEQRVIYHVPNESKRK*                       
>Bnat_88940                                                                     
MKIAPSTFFVRFLVISLLQQALLMKLHYLFEVIVTLTIATLTNCSVQAQIIYELWRNGSSKKSRWKPKKFVVNRGMLMQY
SAKKNDNLKGSDSAFQQAWILSRSELYVSRGPGFNEILKRMGLPKFLADDKALFVVAERPGLRCAVIRASKTGDEKRRFK
GIMELVSEISAEIEEAESFKAKNLEFSDALKAELEGKTKLEALEVLIDTEISAVNNPRLKRVANEITTKVLDHADLEQQQ
TQLVMEVAEKLKISIAESAAMLRHYQWDSAMLKSAWFRDPEGVRKEAGLIVEEFDSDLKNQNSVTGKVICPICFDEVLAK
DTYTLIACGHKFCNDCWTGYLEDKVKTGKVCVSAICMYHKCQAKVPKEAFRRFCSKGLFEKYLKFATSDFVETNTNLIWC
PAAGCGRALQIPREGDTGDLHCNCGYSFCRFCGKEAHRPLPCNLVPYWENMIMDNSKLSEKEKAAQKRKQEMQAKMKEEA
TRNEKWLLQRAKPCPRCLKWIEKNQGCNHMTCRNNAGGCGHEFCWICLGDWRGHKTCNKINSAETQKKVLERKRKEGYWD
ALDVKVFGSAEEERLALYSSLYIEALNAHDHMKSMQDKIMTILEKSIPDFSKSDRQFITEAIQKVLAFRRTLAYSYAAAN
FLPESSPMDLINRQQAILERNTEILHELVEAPLKVDNYVGEGKEGRGGKSGQNFGKFQSRILRVQMKAAAGERALVTAVQ
DIADSGLLFNPNEMNMVGTPGHHPEYQATFVEENAKKAEKIGQWWDTLLDGLRRENDDVKEAKEKRLQEDQHDSLDILPL
ELPRLGRQKSSVTPILSVASDGGELLRDDDDTKTMTTATPSSDDDADTMMPLMLPKLKRQASAMWACVLCSYLNDLHRVR
CARCDCNIDGFFIGERDNPNIFTKCRQMLEKIQEIDAKDMFRGIYQNKRDEDAAPPGEAPISIFLCSQSQHYVVALTEEV
WPEHSQRKSDKKKVILPSSKDQKKDDEKGNTRAENREENRNSIDFLERSGMWGTWNQAINVSRGGGGGGGGGGGGGNGLA
FNRPTGLCYDEKYQKLVISDSGNHRVVAIDIKTGTVAQTLGGIGAGRQAIQFNNPYQCCISSEELFVADYANARIQVFKR
GLEYTYSRSVPAGNGRLNGNPTNVCCDEKSLYIVFAHSHRIQKHDLKTGAMVMQAGTRGAGTATNNMLNNPWGICCDSEY
LYIADMYNNRIAIWTKSSLEAKEEIKQPSGTSRRLSQPCQVRILDEMLFIAQNGQPLLVLDKKKRTLITTISNTGGNVNQ
PNMISPWGFVVTKTWIKASIFSDSDAKKLIEREKNASERGVVIEPKGGVKTKVHAGQVINFLWESGRKNNDVDTVSIWLK
PTKETLISGPNLLQSMNASVCDYYTQSNHHHHHLLQIARYVPNTGVYRWKVPEEKEFEGKYIILKDLLTCGAFTILIELH
KPEKREKELVRILASVYRADKAEPLCIGISKLVVYGPSALQMQQRIAPILLKHKREYPHLWSVTLAKSKEKAYVMRLLRL
LGKFAKDIKDRLTSKSEVPLKVETLENGNLVRIIPRGGKDGPKMTMDLLDTKLVACDGGVSSADNGPRNVLNPSRETAFI
TKRKTNVNITLEMGDLTKVTSVQMFTDTRLYNSALPPAAALVFVTRNKPKPNAFSEWNDSTLEDFEKNSANVARSNARVY
AGGAVCNYNTLLQTLEKYRKELDEETCEYLNREKKRISFESKNSLVEASAKAKASGVIEVQHLAWDPYYVSSNARIHTFT
YIQRNNVSIKDMNPGSWSLCRSVPLCFTKSALKRAETEISLQQKASFNRHFESEVVVKPILIEDAFGCKSLKCGIRVHGT
TQGMIDVGFCQDVNSSLSNLRSRVSSRTYCIQHNFNAVTPMSLSNGDIIEISIVLKNPQSATFTRRRGKGQVETVMTRLQ
NIQVDKDKPLYICASSTIAGSMFSFVRVGTHWIPPSQTEAAIKTKRARDTLKLKQLIEKALVLPHSSFASSLSHPEQKSS
SSCSPRPNLLVAGGANRGEIYVFDVSGDPTKLPEIMEANEEALFRIKEQFRNLNQMKIVGKSVYIIESNRRISIIDIEEI
EMAYFKRKRQINKMDSKGKVKTGDLPPKIDVACKKIEFKIQSYSSQSWNFRDIDADETHLYLLYYKSDKQSSFIIKAPLK
TIKDIKAGGKTYHTVRLFQPEGSETLKFNGRVGNKICVDQDLIMVALPSSVTIFDKKTEEKKGIICSFGGQGYLSNIQGI
AAQGNYIYVLNAGYSAIAIYRKDNLQFDQRFTPSTNGINLIQTPNMFQITTNHHLTGDYGLVTPLRGVMLGAARSNNEIS
ILDMGNIDEGRTVLTGIKYPRFVFTGEPVFKKDDSKSNVRSISEKKPEYEETGLENSALNHGVEKYLGIDLEKGAEGTSL
LSAASDIPTKLFVACYSNNYLSMRGLDDDGSSSTIDVRQWQLPVGLNMMNRNNSVRNPMGVAVDETQVFVCEYTLHCVLV
LDKSEFEEDNSSPRVKAIIGTRGQSSNRPDGLSYPYNLCLDIENLYVADYSNARIQIFNKETYQHKRSIKLQSNPVGVAV
DEEAVYASIQSLNRVDVYDKRGEFIRSIGGNQAQGEARIKTAYGVAVDTENCYVASYSDHTVKVFEKESGEFKRCLNRPS
NTSGGWSYPIGLSLWNGILYVACSTSGTVLEVDVESSQVKNTHRGFSNPWGVCVEMDFSPKSTSSRILCHNPLHNEMLPV
AYINPKFSSRAIIAPYFAAFGKFVTFKLLNNSNKNSNTSRGATTTATTTVVHNKDDDHAPSSVSKRANLMLSAIRKSEFI
AMLPRLKFDHRWINGNQQQLFYGFENENSTAMRLGYSNGSIATIRGEALDAKGVVKFAFRIDNYAGGDLDVGFITGNTAS
TWMRNQRGNGIYCVTQTQATIQTGTTITVEIDCDKKAARFIKNGKKTVIEIFSVNFVTGVGRNSNGRIRPGIAIRNSGTR
VSLFENVDLLHCSSTSSSIIEKEDMKTMEGSISSLGGMRVNFLGVRGYLCSVLPPSATEENKDESDGKTEIKKSKVVILK
KSTPRRVANDNYIGSLAKSKITCGLATELQIVKKKRASDGYRKQQLMDLKIAKSLLQNHKIKHMAREKLSGIHFFSHMRI
DKVLGLLNSTMIRHETSLTSNVISSSKLDNDNNRALKEWKRGGGGGGGSQKIDESDSSSIDTMSKRVIHVAHYLLRTNGH
KKLRPKKHQVIGNTNGVMRPPRDVVEEMFAATLSKSEIKKVHPACLRLAPFVSRLSKVLDIYDNEGNHRPADPEICCAVF



GFTCCMNILLHIIRNMLRGLWNLGMHD*                                                    
>Bnat_28011                                                                     
CPVCTDVLDATDSNFKPCKCGFQICSFCYHKINEKYDGRCPACRSQYNEGDIRFKSP                       
>Bnat_89706                                                                     
MPHNCLLTVADGHWRPLLPREDPSKMHLLMVEYSKSGRAKCRKCGESIPKGELRVGAPIKWRGGTHGWISSWQHLRCVRL
EDPSSCDVDKHIYGLDSLTKSEQEEVRKEVLKTEVPEHLKPVDPEDPKFMAKKELKPAKQPKELKIEMLPYQKEGLGWMI
EQESSPIKGGILADEMGMGKTLQMISLIVAQKPRGKLERKSNSGPTLIVCPTSAMMQWEEEIRSRTTENALSVFVFYAKR
HLVDVDFLMQFDVVLTTYSVLEYEFRRILDQHKVACKYCGRKFLPRTLKSHNYYFCGPNAKRTAKQAKTEKRNPRKMTKK
ALKKAMKTLRIGTNVPTPSNIYREIMSQANRDPIPWFEKAPRSQEPREGKDGTEEENEEEEKENNDDRVDDDNEENDDDD
DDDQEATGMKKSAPLTKRRGRSKGKNAKKRKIPSEDDDEEEEEEEEEEEKENVVKKPPPKKRRGRSATKGSLKDADEEVN
EKKTGRANKRRGRPKKKIEEAGDSDGEEQGGNEVGGKSTKRVKKGRTSSSRKSQKSKKETKVTKKRRGSNKSTPRKKAAQ
SKSSQDDSFDAEDFVEDNKGMDEKTRRDAELAMSLQLMACEDDEEDYSPTAQAEILKSIEKRRRSRNKKASTTPRSAKRV
KRTKSSAPSGKKRSNASSSSSSSSSKASPSVTRRSARTTNSSRKKTPKTSVPTSDEDADEVAKGPLENTPTRRTKQASCD
LKEGTLTDIPPLEEIFGSSSDDDQEQAGRQGKRNDGAGGSPAAADGIVKKEQRGGGAEKGEREEESPKPRKRAARRLRSL
GGGLKKGQKKKQKQKELDEAENKEEEEPLSLPMPCPPSLLLRRSPRTSRGVVSYVDDSSENEDEAAGKAEKGERRDVDDE
DKDPDFVVNEEEEEDEDDDEEEGADGQDDDDDDDDGDDYEQEEEENYTPPNTGKKAKRGGSKAANSGTRKQSKETRKKRT
IKKKKKRKNGKDVDDNEDDDDSDSGEDSAGAGRGRRGKTKRRFKKNVKEGDIGWCHDEGISLGGSALHLVLWGRIILDEA
HKIKARTNNTAKSVYALHSKTKWCVTGTPLQNRVGELYSLVRFLKMDKFSQYFCAKKGCECVSERWNFGRMQRSCTTCNH
PPMSHYSYFNKMVINPIKRYGYTGDGRKALMTLKNEVLDRIMLRRTKQERAKDVKLPPLKVKVEKLSLDERERDFYDCIY
RQSRSKFDTYVDKGTLLHNYAHIFDLLSRLRQAVDHPYLVIHGARAAPASGGSENSSSKSDGRGNKPAAIPTRSRGLADV
CGICREDIKPKDVVGSACRHTFHRKCVHEYTQRKLKEVSGHDGKGDVEERACILCLERPMDALLMDCGHMYTCMECAKKI
KGGAGGKKACPICRAPIKKIIRSAGGGKQIAIGRQNLMNRVKVEEFASSSKVDALMRHIREIREASNQHKAIIFSQYTGM
LDIVEWRLNKLGLKTVKLSGSLSVKQRVSVLAAFRGDSSVAAILMSLKAGGEGLNLQEASHVFLLDPWWNPAVEMQAIQR
AHRIGQTREVQAVRFITEDTIEDRMLELQQKKELVFSGTIDAKASSLTQLTEEDLRFLFQS*                  
>Bnat_140199                                                                    
MTTQQPHNVVPLLDMASSVRFIMTFLVISLVFNSISINEILKKVLESRYDLESSKKELLDVVLKIGDAVGSEGKLDSKKP
VSSQDNERRERSSNETSKACSICFEQDHDNEDSKLVPLEGCSHVFCSSCLRQYVSLRVESRKVNCMPCPMKPVNGCKVEI
LDEVVREIAGDEILLKMKRFQEEK*                                                       
>Bnat_128658                                                                    
MAETGEEAKEVPSKMETEDETEQGHSTVQQVSEAPASSSMAMDMEPEEKAALPSSSSGNGGGAQMEEDVTAKTNESADND
DDDEDEDDDDDEDEDEDDEAGHVQPITDAREISFKLADMNEYLTCKLCNGYFREAHTIMECLHTFCKVCLYNYLLTRDDR
VGTQKKSDCPICHCNLMNAEPMKNHVRFDRTKQNIVDLLMPHFKKIDAENKAAATSSSAEGGADSKDGGREAGTHTRATS
PPNGGGAAKSPSRASGGGQTDSRENDSNLTQKKAITPRIYLTFELRAISEKHTAAAAASSSSSSSSSGPSMKKLGKPWLR
SSPKVTVKHLKKYLAMKLKLNHYEDIELTCQDEVLGNDHTLEFIKKTRWHETDKNLILYYRANGSSSRIV*         
>Bnat_74622                                                                     
MNSSLFPSRVANNNDHILRKYVDGLEEALRCGICSNILKDAQSLPCHHNFCRTCLDSVPDPQMLCAVCKVPFWRKDPIPN
FQIANMTAVYTRFRAAFDDYSANSIQPTEHSKSDSDKNCKPAKKATPKTSKKRKQSANKKDLSSSSRSRTRSARKKRPSP
KRKLQHSADSKEGEAGEHCDSPMNSGNGDDERVVEQEQKVESLPAAVIPSKTPTNEINREMQNPGNEKRDGRENLHAKSD
SKNTNLAHPILHRSQKVRREDSNVGLVLSQDDLNSQALNTQPPPSFSDLAGDETEDNASRERDKSGTPTDNTSSSSSTNS
NSKRRVCNDSTSRESSTSLISPPKPQQCLEHMKTEEGSAAAGCSPSSTTTQPGYHTPRPTSKDRTAPPSTVFERGDKFCS
NSRSISTASSSSTSNSTGSSGSRKRPRTSGMGSWDQGRRSNAALFTPPAPPALDVTSTSGLSSQKKIKTKAGCSSSSSSS
SSSSSMNTHNAVRKSSSPLNKNGNALQQSRRSVDENTNVYSSSFGRELGSSSKAEKRYTKRTTAGGKKPNESKSYRRIIV
ASGVSKPQYQRLKRLCKSLGGLLCRKFAPQVTHLITGTEDDFDDKTGKICPLSKRTMKYMYAIVGAKWIVSFQWAERCLS
EQRWVDEEQFEISGDTSHNITYAPRRARLARAHSTNTSPAPKLFEGLSFHLLDSYPPNLPSREVLYELIVQGGGKVLLSN
EHKKGVLVCSPDVTQEEAEAIFQERGLEALSLMWVLDCISLYNSMPMDSFKPRLGTASLDSSFLSAAT*           
>Bnat_25546                                                                     
CGICWDSIAPGRIRETECKHQFCVDCWSGYLTSKIGEGQVVSLRCPEPSCNREIKEDEVKEVVNEGTFAKYKKFQKNAAI
AVDKNKRWCPTRDCNTVLEKPAGWERKVTCEKCHRSYCWKCNERYHKGSCEKKAASSNAAAFAMYKLMNTVKPCPKCSSP
IERSSGCNHMTCGVCRYEFCWMC                                                         
>Ehux_349059                                                                    
MALHDKLRRQKAIQESTERRAARVLTKRARELLAQLTRLCPVCLEDCPVTSLTKLADCGHKVCTPCANAFVDAELLGGKA
YVRCPWAGCDRLLGKAALRQFGSAAAWDAYESSRVAMHTQRLVDETDRGFLLFCADQARRCPSCMVVIWRWAGCDHMTCR
CGFSFNWNEAAAKIAPPPEITSANDVANK*                                                  
>Ehux_96103                                                                     
MCQVEGGGGRTFELRVPIELEAPLSLPSGERLDALPPLTLRVRHGSGYPSSSPPGFGLRCCWLSDGQLEALAASLDGLAA
AAAGELCVSAWAEWLRTEAAGQLELLQEGATLSLPAEGGTGQAGADEATASAGERRAQRWPRSRAEVLARLRQHAAAADA
AAWASAVHDCGVCFDEYASLDCTRLHACGHTFCKSCLRGYWSSQLREGHATALLCPHPGCGAVASPPEAKALLSAGEYET
YERLLLAASLAEMTDTSWCPRCEYPAQLEPRVEGRAGRVAICGTREREQSVESAEWIRSNAKACPKCGVATEKNGGCNHI
SCRTCNFEWCWLCGCKYEPGHYKNGPCEQFSQDFFDEIDMTPEDFRANYVVMNHQ*                        
>Ehux_415010                                                                    
MSEAGSSDGYDEMSCSQEDTSDPEEEIFDSEPIRQQTQTFTVLDASECLALAQKEVDEVRELLCCSEEVASILMRQFRWN
REKLTEEYLCDADKVLKRAGIHQGENLEIVHADGAVAVGGTSQPRGSLPDVQCLICYETSADYSALGCGHQFCNTCYTTF



LAHKITDEGYNCVFATCPKPECSLVVSERLVHSLALPADKRAIFDKARRIERSYVDDNPNLKWCTAAGCGNAIRAPKGHL
GVKCSCGQRFCFKCNDEDHAPCSCEELAKWMVKCRDDSETYNWLMSNTKACPKCATSIEKNGGCNHMTCKNSSCKFEFCW
VCLGPWRIHRAGSYYSCNRYDPEKEKENPEAKKKDSSRAALERYLHYYTRFTNHHNSLKFEVEARAKMEEKIKEMEKQGD
KTWIDCTYLKDANEALYECRYALQYTYVYAFYLPQGGNFRTHFEMNQTELEQQTEQLSEMLEKDVSEIHRAEVVHCFTMA
KTRLTNLLELVAVRGSGSATDTSGGAGSSSDP*                                               
>Ehux_434319                                                                    
MALHDKLRRQKAIQDSTERRAARVLTKRARELLAQLTRLCPVCLEDCPITSLTKLADCGHKVCTPCANAFVDAELLGGKA
YVRCPWAGCDRLLGKAALRQFGSAAAWDAYESSRVAMHTQRLVDETDRGFLLFCADQARRCPSCMVVIWRWAGCDHMTCR
CGFSFNWNEAAAKIAPPPETTLANDVANK*                                                  
>Ehux_51583                                                                     
REAGRSGPRQARRGATLVVCPMSLLSQWHENLLAHAGGALTATVYYGQGRDKSGATLLDHDVVITTYGTLASEHSSFAAS
EAASAESAAQGKPGPFFRAVRKPPLLAARWRRVVLDEAHTIKGRATQQAKAAFALDCECRWAVSGTPVQNALDDLFSLLH
FLRLAPFDDYAYWRQNARRRKGDRRFWHVPDALPDTSPTPSLTRASLEVVAAFGLLRGALDPLLLRRTKSTRGADGQPIV
ALPPRATHIEWLLLSEEERDFYDALRTQSRVRFDAFVAEGRVLNNYATVLHMLLQLRQACDHPYLVLARSGADADISRLG
ARLLRHECVICLDQFDDPVLTRCSHTFCRDLVTVPGSRFAVDLDSHWKASAKLEALMADVRETLATPLPPPALVIVSQWT
SMLDLVQRPLEAAELRFERLDGKLSQPARASVLKRFAARDGPRILLLSLRAGGVGLNLVSAQTLYLLDPWWNPAVEEQAV
NRIHRIGQRYPVRIKRFLVQDSVEERILELQKRKAAL                                           
>Ehux_209786                                                                    
MAEQDSDAVGEERPTAAGQEPSAADRSCEEMGCGDLADPLVYVLRCSHCETELTRRGMRVWLCADSTTRLFSTDIPTEAL
VEEACAKSAPLCHCRIRDVSCSSCRGRAGSFRAGECAPEPLTPAVPALLGTVGYHVIAACFACDDGGEGGGNNGHYWLLH
GEGVAAAPRERRGRRLLWSELPYNGVEEGEEGGEEGGEEGGRGLAATLCSICASPMRQRTRTPCGHEFCYGCISREARCP
LPAPRLASEASRAGGARVSGRRRGLGLGDV*                                                 
>Ehux_451415                                                                    
MPSKKSKKKERRLDPRGYATASTPRSSHKEDCDDGAHVSVGARLAVRPGGSVRLGLRVRAPPALGLEDAAGEPTLRPEES
PTAPVQTLPAVPARLSLPKTEDSSPVLERPPPPEPPGASRPIPIPLAARPVGALSPEPVLSPVQFAIEATRGIAARSAFG
GGSVAVPRRCDHPFCCGCILNWALQKPKCPLCQVGFSHLWMYKQLDGSYNDYLREESLSLLHRAVWFRKAVSSEYSPQPV
DDEDEYHEFLQYEFSGRRDEEEEQMYYLEMQERAALGRQSRRAIGNRMFGSGGVVQGGRLKARPLPVTPKFTSKKGGGGG
ESSGGGGSSGGGGSSGGGSSGVGGG                                                       
>Ehux_211069                                                                    
MTSAQAIAAAVEEGLVLHTGGGGSGFFANLGCFWSAEAAALCYARSPEGWAAAEAKRAEPIDADSHPVATACRHIYCRKC
IVDWMLDQQASLEADF*                                                               
>Ehux_439179                                                                    
MFDTSMRLTWPRWPSSASSNNGDESPGDDLGATSPMSCGGDGAATAGGPDEVVEVFKPRAGIRIGISLMRSCPAHPTVRT
VLPGSLAAQRRSDGSDAPIISTFDRILAINGDKPRTARDAAAMIRDAQGCVRIRLLRKPPVFVADSALKLQRRWRQRRGS
RIEIVWKAAAAAAVGVAFSDALEDAAVVASVVPNSLASDAALHPGDRLVAVDAKHVGSPREAAEMLRQARGAVALTVVEA
ARVDQDALLASERRRRAAEADGTAEPCALCLEVPRSELVAWPAGCEHHFCARCTYKALDFGIRACPLCRAEKPRLHADEA
*                                                                               
>Ehux_223480                                                                    
MRHEREALGLDESHSSRSIFKTLNEAELSESLVYLTCPICEEVLEKDPLFTPCHHTFCGACIRGRLREGEESCAECLAPL
KEGDLQPNLMAAKLLSRMRSCCIYKAHGCSWKGRVSELSQHYRSCSYAAGPCPFGTVADCPCGRKYRFSEQQTHRATCLP
YQREARRRAEREAISQKLRRSRRHTAELRANSRSVRLGGAQEAVELVSESLIPHLVALALFALLVQPLRRDGTFAAAVYN
IAAAYSQQGPRLRFGAVLLAASLTADGLDPYTLMERALGWAASMRANDETLTLLFLLLPIITLKAVCLFLLTEGRKATGQ
RDAAAARAADLGAALEEYLGRALLLVGCVLSLLRADASCALGLLATLGQSESRLYFSRALLGTALLALAVDADWLGGRLA
LLCTAEARSAIAGDTLSRDAAEELAEGFRRQRAEERQLALSKSLFALGFLSLLLGSVGVLYGSEGIAPSLSAPLLELPVL
SMVAAFGCLRDSGTCRSSPRKCTRFLWSTVYLHCTLLLLLSCSSAPSSR*                              
>Ehux_226307                                                                    
MERVEASVAQRETEAGEEEAVAAADTAQLVRGGMLLDNSGFSWNGDADSQCPICLEKWSSLSDVSVAVLECGHATCAACL
CHMRESVPATEERQDPLVPHGQSVTTRFQCPHCTLLLDPATVDNLALQAYQASDLLRLLAGHLATAVAPGLHDAVPAMLV
HRRLDAAAVEKELFEIISRHAVGAAARTGGSLDSRRKQEVYLEARRPVVALQRELEREAEKLATLDKRDDRLGPGAVSAE
WRSCRGRCDELRENLRAAQQNAAASIFATLNDESLGMGSDAGESEGLCIDLHGLHVAEAKAKFDELVVPVLPVLGRCVVV
TGRGSHSKGGEAALREALVRHARHRALRCAVMQGNGGALEISIPVLE*                                
>Ehux_233365                                                                    
MERVEASVAQRETEAGEEEAVAAADTAQLVRGGMLLDNSGFSWNGDADGQCPICLEKWSSLSDASVAVLECGHATCAACL
CHMRESVPATEERQDPLVPHGQSVTTRFQCPHCTLLLDPATVDNLALQAYQASDLLRLLAGHLATAVAPGLHDAVPAMLV
HRRLDAAAVEKELFELISRHAVGAAARTSGSLDSRRKQEVYLEARRPVVALQRELEREAEKLATLDKRDDRLGPGAVSAE
WRSCRGRCDELRETLRASQQNAAASIFATLNDESLGMGSDAGESEGLCIDLHGLHVAEAKAKFDELVVPVLPVLGRCVVV
TGRGSHSKGGEAALREALVRHARHRALRCAVMQGNGGALEISLPVLDE*                               
>Ehux_234184                                                                    
MSTAVLTGWTPLGRKSLAVHVNPRHAERRLAAVLARSTAPRVTAVLGRSQGSVQVELSGVWGENVSCSIPEANLPAGSCL
LQDQGADKCLEVAEAAPERDDAAEGDAGDAAGDAVAGANGRSATAALERQLAQLEEEELFGERCDPRRRAAFLTFGEPPA
EAIGEPGLAPACDPPPELAGLWAKPGVSCITRDMLDGYDRPRHADCFAWLADRPRSVRLMLYAQLIERIVEVDIYAHLRD
DETLEARLPADEAAALHLHRRMVVEPVSLRAVLERWGELTWRECKQLCASTDDRLGHSPLSVEGCDFKAADFLLTVFQIC



GLVEPADTRGDCPICFAEYIPHLYGVPLQNGEPLFASLQPCRHSVCMQCKDQLVPRPGEGDQLVYTCPICQLELDGWQPF
ANSGGACQLQFVRPPV*                                                               
>Ehux_114609                                                                    
MERVEASVAQRETEAEEEAVAAADTAQLVRGGMLLDNSGFSWNGDADGQCPICHEKWSSLSDASVAVLECGHATCAACLC
HMRESVPATEERQDPLVPHGQSVTTRFQCPHCTLLLDPATVDNLALQAYQASDLLRFLAGHLATAVAPGLHDAVPAMLVH
RRLDSAAVEKELFEIISRHAVGAAARTSGSLDSRRKQEVYLEARRPVVALQRELEREAEKLATLDKREDRLGPGAVSAER
QSCRGRCDELRENLRAAQQNAAASIFATLNDESLGMGSDAGESEGLCIDLHGLHVAEAKTKFDELVVPVLPVLGRCVVVT
GRGSHSKGGEAALREALVRHARHRALRCAVMQGNGGALEISRPVLDE*                                
>Ehux_240326                                                                    
MGSGDLADPLVYVLRCSHCETELTRRGMRVWLCADSTTRLFSTDIPTEALVEEACAKSAPLCHCRIRDVSCSSCRGRAGS
FRAGECAPEPLTPAVPALLGTVGYHVIAACFACDDGGEGDGNNGHYWLLHGEGVAAAPRERRGRRLLWSELPYNGVEEGE
EGGEEGGEEGGRGLAATLCSICASPMRQRTRTPCGHEFCYGCISREARCPLPAPRLASEASRAGGARVSGRRRGLGLGDV
*                                                                               
>Ehux_240443                                                                    
MQAEEWQPARNRRREQRGIATGSACPFSHECGSGAAQIDTPCRFFAAGHCANGSRCPFRHGPARQQSAAAATPPPLQRSQ
QPEERQQPHPEGAAAAAVSEVRASLDVACGVCLEQVRRCVPAGLFGIQSGCSHTICLACIRTWRASHTVSMQEGGSRVPR
VARSCPECRVLSHYVVPSAFVPESAERKAMLIDGYLARLKHLPLSDYLFAPEASGQQDLLEGVPVRDLRLEDA*      
>Ehux_118342                                                                    
MERVEASVAQRETEAGEEAVAAADTAQLVRGGMLLDNSGFSWNGDADSQCPICLEKWSSLSDASVAVLECGHATCAACLC
HMRESVPATEERQDPLVPHGQSVTTRFQCPHCTLLLDPATVDNLALQAYQASDLLRLLAGHLATAVAPGLHDAVPAMLVH
RRLDAAAVEKELFELISRHAVGAAARTSGSLDSRRKQEVYLEARRPVIALQRELEREAEKLATLDKRDDRLGPGAVSAEW
RSCRGRCDELRETLRASQQNAAASIFATLNDESLGMGSDAGESEGLCIDLHGLHVAEAKAKFDELVVPVLPVLGRCVVVT
GRGSHSKGGEAALREALVRHARHRALRCAVMQGNGGALEISLPVLDE*                                
>Ehux_255189                                                                    
MASDLEAASAHVFYALGRRIRAIDVDLIGLVNGDVEIGAPVPALPYRQFKKKLKILRMGASGFLAEGGGSVPRSGDIDLA
FWSFVSGWLARLDRQWKTAVRTVLTLRGEDDPALSERAQALHAWAELTRTGVRKIVKKVNKLKGEGDLRLRPVLDYAFTR
GFLGSQLEMIFSTDKRPSCPALDPASLAPVAPAECGHAMCAPCFARIAGAAAEAEEAVRCPICRRRVRSPAKPLTAPPRR
SPRLLSPPAEA*                                                                    
>Gthe_116084                                                                    
MTFQTGMGYLRDAMTVTECLHTFCKPCIMQHFSEYLTCPTCEKDLGPAPHEKVRTDRAMQNIVDKVFPHFAKEESVGEKS
IQREAEAGTKAREETSAESEAKRRKVASKVAMKKKMQQTQKNSEGGNKKLCLSLFPQEESTKPLPKLLKPYLRSSVEATV
KQYKNYLCSKLKQDHNYEVAAVDIEILCRGAPLKNDLSLKTVWSDCWNSTSDLELTYLLKT*                  
>Gthe_146651                                                                    
MRRQVAKLLAAPLLSCCYNPDAGTLREYASPNHARSPCRPSRSEERTDEHVFFCPICMFYLDRMQRTVCCSHHICQDCAR
EMLDRIPAFRADYDQSKIEREISCPYCGQENLRLSTVSKETNVRSYDDSPMHELNARMLEIQSSTLSPLRVRRGGCVER*
>Gthe_81823                                                                     
MEERQRAVLGDEDGGPTCPLCCEEMESTDLALLPCPCGYQICLLCLHKIRNEGNKQCPACRSE*                
>Ngru_XP_002683032                                                              
MGNNNTSSSTVNANNNTISVGSSNYQNYNVQSKFHPQQQLQLYCEFIPGDEVRVKRPLISNNNINLPISNPTLNPQQATN
IYPSFESYDSVLPTPSQTYINSNTIQTSKKNPQLKIGTTKTRIVDDFVMVDPGSPALNPPTTTSINNNVTLSDPSNIRYD
ISFQPSSYQTPQSVHHESFYSSSNSFNNSNPNQNSGYYGQPGGTPITGKEHPQYVMPPPPTGDIYQFPQNQTFSQMSYFY
PQLFSAEFYSSNHIVKTVNVKTVPTATFGQYTSVVEITLEDDPYKLIFYSNELEQIFNEKHHQRRVEYRIIERYVQMCRQ
TQTYLSTSNCTIPIIDPIPTVLDLYTEHIKKGTAVVRLDLVGIGLGDEDAKAVAWTLLPPWSIGSSVRRLNLSGNKLTSK
GAQYVSNAFMSPSTQYLKNFNNTGSFSVKELDLSFNREIGLAGAQHLANMLSKNTSLTYVNFAQTGITAVGCDLIISALI
QNTNSSVIKLDLRHDLIGEDQIAKLCTLVEKRNCLCFLEIYPYKEISMNDSLEDDNDGWLSYDGWVKHSLLRELLEKNMD
YMKNHPKKLQKKASLSINKTPTASPSTTDTNVEILSSFINSMFSTTTKVNEEPSVTNKEIDDTELSFDNDIFSLSVSDPL
KNDRVVNYLKLAGDEHNHMPMDDGSSVITCSICYEDNRPTDGTVFFMEDCEHRFCCTCIYDYVKDKIQKGEVDSIKCPEC
DRQLTVVEVKQILSQGRVNKISQSHYSQAEDENLFSKFEEFSLKRALGGMKDLVWCPNPKCGNAIIVESPNINSDLPTSP
LPLSPSTLFPKENASYQSALLSLFLGFML                                                   
>Ngru_XP_002681940                                                              
MSQTSQAAATDELNPHIQLDNQNKVVVEEETCLDHHHDDVNIEESLESTIEHYHDEIEENEVVADNDDHHQQHSDLNQQK
NKNRKNKPKKVFPASQFFIANQSKSNEEANLVETNDDHDEEEYFHSEEPELAYHYKGHSFIVNKTAYKPNSNSGNGSSSS
NTNNKNNKSKKQHHHNHSHHHKYNNYYQRPKTKEEFVLANFHFVLRPLSQSNTNFINQQFHITEYNNGKFDADTLVDWDT
IELVIQQTHDENQECPICLDTFKAPKMTKCGHVFCYPCILRHVALGETNYRKCPLCNESVYIDALRSVRVEYRKKYKEND
KMNLVLLKRDKKLIIPDLVSELNTTKEGVQSKDLPTIYPVDGDSESAKFSRFNVTYDISQILEKELADLDNSLKTSESAA
ESEFIVLAKDQVLQRKKDWLEWTKTHLAKGKPTQPKNKSSQKPEVSQATEKKEVEDYWYYQSSDCQMIFLHPLCSKMLIH
EFQDYSNFPTNLNDCPILEIETVELNEELRRRYPVLKHVPCGCYISLVEIDMRNIVSKETINTFIKDIKHRKYRRDEKVR
MRIREEQEEKKNEEKRKEEERLARERLIQELHISNFPELISTPPPVNSDFHFPTTLKTVTPVQQQQQPEKKQKKPNDWSK
RKQQIDITQSVASSSVQLQGDWAKKTNTNTTTKNVSTSSGKKDDFPSIKSKKK                           
>Ngru_XP_002672030                                                              
MLVIDEESLSCKFCFELLQDPRVLPCGHSMCTRCIMANINFKKLKLKEPFLQAPVLGNQTKINKLYGTTSDQSNKKEGIC
FNCPSCNKECKVNHSEDVPSVFPINYDLKSTVENYMMEREKGETCANCETNIVQVECEDCNSRFCEECFTSIHAPKFFAS



HKKAPLGTILTVGKCKRHNNHTCVPIDEHMEEAKAGMSNKIEQVDQDIEFLYVALEKIGSLQTKLVSNQETYEMRVNTMI
DNYLAQVEDKRKEILDKSQSEHQERMAIVQDQYSTMSGLIENMQGIKNAFEKVIHFRNITSLITAEHQIESTLQDLNCKQ
LDTSPIFFTQKHNPSNLDFKETTISKAVSQLVFDYPLDIKFNICKECISAKPTPEEEPKEEASLAPSLSSSVPKQPESIV
QFEKSFSNIVAESLKDEVPLLMKEDDDEYNVPTTKKKKIRVKRR                                    
>Glam_XP_001706662                                                              
MSAFGILSALGIEGDSNVESHCIQTLIMKCTGAIRTFEVDQQVMAHLSQVLKYFVCLLNDGRFNPLIMLPNDYLLYHLRG
DVQPVALNTETVVSSECTTSAGVPLNQEGADPMSLSSGPLKHDALLSESHDTEASLARCAHCKEILFVPIIIYPCTHVVC
STCIEKGVASIDQRSFSCPACTDRIGLALVDAILLEETQTRLITRCPYAQKGCTFSDTLFKLYNDHIITCPHRFSMDSSP
NRTVQRHIFLTLIAHNDTLLQDLSLDEVTYSAASALVRDCIQDQLITELHSPHNSTRLNQSDSLMRLNSGRDESHAKPQA
TSLAEDPIHMLTELLQLSFHAKSDQDYIMNGINESNETLRQVKNFINELAMTMSRFLNGKAICLNCKQLFEESPLSVAAL
ASLGNSTLESGSTGESPDATRNGSITTKEKGTRTHLHEHGQKSYTSPGTPSSSALQTELPLAYERLLERIDALEKEVIQK
SEQLHATQRTLEEASLQSVPNVSVSAYMALKNENEKLRAELNKSSRPDGNIDQLISSSTAASGITTALTSATHMSVEVAE
QLKLEMDKKESSLTLLIKEMETRQDTMQRTIAELQKSNIILKAENRKLTDKNCALKEDADRLRQERDLLYKQSEKDSGLT
VEEFRKVYMEYQVLKEKFGKLTKEYAALSDVFAKGDQSRDASIERNVMAEISTISLIRYILNPVPLPNSSSTLSIFANES
RRRVKIGVNHAEDKEKRLRAFMELFGMIRAFYMLDYKRIRIDDFLYSFEVEGMPQGEIYSIAARTELMNTVKRLTRENSE
LLKKLDK                                                                         
>Glam_XP_001706480                                                              
MELLECPACNRTFNAPITLKCGHTFCKGCLSSKRQKACKICRLRYRITPNINICLHHIVELAGQLGKKYAFNADYMTFEP
LNVLPVDTASNKDIVDVYEERANSATGEKDVQSPLTFDALLSDAFNKDTQEAEVRPRPSIANEIIKSYHRTSRISRNADD
SVEEDSSASPPSQNQPAPTSQLTQQIKKQDQKPGTHHKDQGQHVVTVPLRSARKQESLAEWPRRDKQRGERSRNSVRWAP
DVVDNSPKLAHRIPKDVGIGANVWRLSPSPPDVDSSSPETPQASELHPGDTVRVRAECSEFGREWSGQTGVVRAINGGTV
TISLNTAIWTCRTADIERVEESAEARGPISRFRGVFDGDAMRGRTMARAFAGST                          
>Glam_XP_001706677                                                              
MPFSPDLSARNFALAQPLSSFAEAELEAINAEVEGMLVVVEKGLCNTLLSLDHDSINVTLVDYTPRCKEATNILNTPHQH
QQGPPHSLSPAEDVGPLLPLQPLLLESSISSLQAIQTPSHSESQLSEDQPREDKHRRGSHSKEPLSSSTDLNSVSLQLNT
TPPDDEDVLSENSGIPTLIMDTKSTHVNDSVSNRAGKGVYFTNIDKNECIPVKVLTKDPISLQQVVKVYGLERRYFCRVC
HDPFVKPMTTKCGHTFCAACIYACTLYWRQHTCPICMEHLPSVPKIDDVIDAVVTTRLEYDLSLALKQGDLVQVLTTSSH
VYAFEVGFLLRVQDGYINESRQQVILPSDAQSTTLNPGPKFTPSAIATVDVGGRLWFGRLTDLLPFNADLYPLGTRPTRG
SIVIDSRKLNLKLFDKQATKNKIECFSLERTLEKARFIRRSEVTSTSAAASSEDQAPFAKNELCMFANEIYNYELCMTTN
HLARDPLAYADNFLTKISRGSQERYAEHFEELQQLQVVVTDLAEEARKNLDFDENDYICSLSHAKFFSPSEFPDYFERPE
SSSNYRLLMAENAATRSVELQGPNGQERVTNICPYLSIVTNLAFWNKLRDFCCVGCKQLLRLPVKLKCGHFYCYNCALDS
LKMSWPCLGCGVRLSLCDLDLDTSFSSASHCPTDEATDNTLYPFVRTSRFVPINSPLLDAINSLFPLHKALLDKWQPVRI
NLAVNTIGMIYDDPSYNTVRVLTDPDTIVTVSVGDLTPLDLREFRPALRGNSGVLLASTLFQSHIGVYTSPNISTGKDLT
DNLEPPCDFFDECPNNFFTHALVKIFNKSRAMVLMRNGPFFAPLQNMTNPFLITSIRLVPDFSRIITLFSYLLRYIKEIK
MKTEKELVTRQYRERYMEENHIGFVKDDLHVQRRQAAEGICANAWKDSKPNAPHIEKVIEHEDNKKVRASSIVPRSHTKK
PLQAFERQRYQAQINNGAKLAVPIKPLTHPFSVHLIEHKDTLLANTAAKNKLAELRKEEQRVIKLMRSNPQMEATISTFA
SVLKVLFRTGARDFLCSACSQVVRHPCRLRCGHLVCRSCAVTYYVGRMGCLVCDTNVLSVHDLFLDISSFQQTAAYVPRY
LHGEQIDKGMFVIRPEVRKNGMGIVLSTLHHIGTDYAAVRFVEGTITVRVSELQTVLPKQQMSIASLPGSSLSCLFASQI
ALRDQLIGSACVYWPPEDLDLIADPFSPLRRGLFGLICDYDSKTVTVTFETGVETRVPPSHLLSLQLVGPMPKFEIQRRW
CLAELRAKEEKERYEQNRAIEMQIIVSLERDDVRDLELAKSARQLGPGARIPSCRPADLGDYHPPAIFFSGAVCREQLAR
VRCRAGK                                                                         
>Tcru_XP_819634                                                                 
MSTCRGLYDPFIDPIRGIESIDDSGAMELTQCSLSQLPDLVGVTEQLESDELNTLVVSTVRELLCCPICHRPLVHDPAVV
DTCGHAFCYNCINLGIENGCVPVASTVQVEDKEDEGRKEKNELSVVSEKDHHTCLSRHGRKQPRRRTRQRRRKFTCPVCL
GPAHKWNLVRVRFIQDLVTDFLSHAALAEAFSTAEGENDVPSEVRTETICGDKKTLRRKEKIAKKHVEL           
>Tcru_XP_819094                                                                 
MATDTDGRIEEPRGVTCGLCFNVLKLPLTFDCRHSYCTDCVRAKLESQNSDGFACPLCNVLHAAVSARNLQSFSDARVAS
HVKMIAEGTDGAPMCQWCEEVPAAVQCHECMFVYCNDCNIAVHKSAAKRGHVTAKIGSQQKLRGMQKKCHVRGHEEYRAE
FYCSQCEEMCCAYCLQVGPHKNHENMGAARAAADIRQQLSRDMGLITQKKTVLESQASELNRVTAQYFNSYDSVENIITE
RFNHFKQQLMQREVELRKLLATLRESGDASLTSTRKLFLTKLNALNEATLRFQHLRSGGSDHEVLESRSILYSFLKTETP
TVTGSGFKVSNLGDMMISGLELHLDLQTVHGVELHNTDSTERKPNNGPPSGGMTTRQPSEATNGNRNFVGGSTLPPETPL
RLTFPVDDDVEATLKGDGVLLRCVARGGGGSTQIGVRSRELMETVGTLFPEDGGCVTWRIRLELITESFVGVVEKTDAAA
IPEGFYWCPTKSGVVDGHIGRPTPIVQQLPVCRNGDVLRFTYDIRERTLRFGLNGSDRGVILTELHPRVAACFIFYPGEA
LTVFS                                                                           
>Tcru_XP_817584                                                                 
MATDTDGRIEEPRGVTCGLCFNVLKLPLTFDCRHSYCTDCVRAKLESQNSDGFACPLCNVLYAAVSARNLQSFSDARLAS
HVKMIAEGTDGAPMCQWCEEVPAAVQCHECMFVYCNDCNTAVHKSAAKRGHVTAKIGSQQKLRGMQKKCLVRGHEEYRAE
FYCSQCEEMCCAYCLQVGPHKNHENMGAARAAADIRQQLSRDMGLITQKKTVLESQASELNRVTAQYFNSYDSVENIITE
RFNHFKQQLMQREVELRKLLATLRESGDTSLTSTRKLFLAKLNALNEATLRFQHLRSGGSDHEVLESRSILYSFLKTETP
TVTGSGFKVSNLGDMMISGLELHLDLQTMHGVELHNTDSTERRPNNGPPSGGMTTRQPSEATNGNRNFVGGSTLPPERPL
RLTFPVDDDVEATLKGDGVLLRCVARGGGGSTQIGVRSRELMETVGTLFPEDGGCVTWRIRLELITESFVGVVEKTDAAA
IPEGFYWCPTKSGVVDGHIGRPTPIVQQLPVCRNGDVLRFTYDIRERTLRFGLNGSDRGVILTELHPRVAACFIFYPGEA



LTVLP                                                                           
>Tcru_XP_816875                                                                 
MTQYRQFIKSQEVDEVIVCLLCKDSWDRPIELGPCGHIFCESCISEYWCRSVGSSCLPGSERPVALVCPNCSCAVEQSER
PNRVLVNKALEVQVQCTRCNWKGTREQSQNHTCHPLPPSEKMEVPASTNHTSESDEHRSRLSSHSGEMHLSPEARNMSRA
NNGFAYRHVSSNDKEWKKYGLTQMEYDQIVSLFMVFDTENKGFLTRSQLRQLAFSLNYVNRDEHVDRMLFEMGCDETGGL
MIQDLCAWLGKHRPNPQALCGLSRFEYNEALLQFRGYDLEGRGFLDWKDFRNLCLNNGYAKTEAEAQKIFCSFARTSKNY
INLYEFLLFCKHRQFLHGEGTAEAMAPGSRRQQLPHRFPGAAAAGIAVPFSTKYKKKKYCTLM                 
>Tcru_XP_815051                                                                 
MSTCRGLYDPFIDPIRGIESIENSGAMELTQCSLSQLPDLVGATEQLESDELNTHVVSTVRELLCCPICHRPLVHDPAVV
DTCGHAFCYDCINLGIENGCVPVASTVQVEDKEDEGRKEKNELSVVSEKDHHTCLSRHGRKQPRRRTRQRRRKFTCPVCL
GPAHKWNLVRVRFIQDVVTEFLSHAALAEAFSTAEGENDVPSEVRTETICGDKKTPRRKEKIAKKHVEL           
>Tcru_XP_809870                                                                 
MTQYRQFIKSQEVDEVIVCLLCKDSWDRPIELGPCGHIFCESCISEYWCRSVGSSCLPGSERPVALVCPNCSCAVEQSER
PNRVLVNKALEVQVQCTRCNWKGTREQSQNHTCHPQPPSEKMEVPASTNNTSESDEHRSRLSSHSGGMHLSPEARNMSRA
NNGFAYQHVSSNDKEWKKYGLTQMEYDQIVSLFMVFDTENKGFLTRSQLRQLAFSLNYVNRDEHVDRMLFEMGCDETGGL
MIQDLCAWLGKHRPNPQALCGLSRFEYNEALLQFRGYDLEGRGFLDWKDFRNLCLSNGYAKTEAEAQKIFCSFARTSKNY
INLYEFLLFCKHRQFLHGEGTAEAMAPGSRPQRLPHRFPGAAAAEIAMPFSTKYKKKQYCMLM                 
>Lmaj_XP_001684841                                                              
MPARVITCGICFNVLDHPLTFDCHHSFCTGCVRRQLTENGSNGFQCPLCATSRTEVHLHNLAQYADHETEVYVEVLARGT
SNPPKCQWCETTSAKVQCGECMCVYCEDCCIAVHRNSAKRDHAVGKLSESSRNFMPRCPLRGHEEYRAEFFCSQCRQVCC
AYCLQVGPHRDHLHVTVAVAAAEARQQLSRDMESLLEVKHRLEQQAAEMNRVSVLYSDTYDAVENMVTERFEAFKQQLMQ
RELEVRRTLTNLRDSGDAALTASRRQYLDKLNSVNETLLQFHAIRNGGTDDEVLKRHSQFGKCLNADLPTVTGNGFKVVS
LGEMTLTSLDIGLDLQTIEHNHTTSPRLNRSGRLSAGSNMSMNGGGSLSLFAGNTLSTPLRLTFPVDDDVEATVLAEGVR
LRCVASGGGDTQIGVRSKEMFEALLAQFPEDRGVVSWQVRLDSISDTFIGVVEKTSQASQIPEGFYWKAACADVIDGRIG
RYTPAVRRLPVCRNGDRIRFLYDGVQRALRIVVNDSDDRGVVVADLHPRIAACFIFYPGESLTILF              
>Lmaj_XP_001683352                                                              
MPCGYRTSPRQPAYARGAGCSFHCVRTPAAHGRAPGAVAAAAAGASPSMLSSLPEEPVTEAAYRLSPQEVQRRAQQVLTA
QVRSLLEARLQERLRQTRVAHAQRNATRSPPTPPAPLPVPPFDTHMANTWPNSASFDATDGASAAPTPAKLESLYEEASP
LITAQMSTDGGTAGGATTRPGATAAASAVHSPAEMSITDVNAYSAVELVRVHRLKGVPNHNRGLFAGFSRRYFTTRSGHY
TVGRGGEGNRRVRSGVSGFMWNAQRHSGAVSTPPPRLTMRSLFVDNRILFEWTESDSSYGVQKGDESSGQRDDGTVFSDT
FDMDDVPLGHALKRMLEHTYGKRMTAEQRAEAARRLRERREGQQGKSGRYRVRKGKGTDGSPNSSADGDAMTDGDDSFLS
GVKDGSSNVGRTGQHRRVPADKGSRSGAASQNSKCGVIVVQDLSPVQLVCDHSMFPVVDTPMLSAGATSHNCDDPLLTFA
APGHRYSTSADGGSLRHSGGGDHLNATFLAALSLSSLGHTMTVDEAEAHRRKRHFHVGFESLSTGSRPGGGDGPAGLSEV
RRSGSGTIDGRGAYGSVSLPSSGEQHRQLSHTACLYTDEETVVVDKRLSAVAGELQDGAQYASSVAPGARGGSGAAGGLD
DGGRYTASRAGEGISSATGQGTDEGLTAEETQQGILASLSGASISVTVTSEDDLMVPLKDNGDSGNLDEFLTHFPEEENH
VRLRRAAKNILDGVENMWDEDDSSRSAFLLPKFLNLNFQFPGLDDVIGGSDGLDDHSEHDQGSADDEHESFTGFGVNEAE
LNEKFRIEAEEECGDVVAQRDALLAEIEAQRQLLDNMGADAHYLSVGQASTGMTAEQYAIMLTDEVSRYAKSNQLHLNHT
LEEMSEQQKDGEAWTTIERAAYGFLDRFGRERTATADVGCQVCDADLCYVDAAVRSTEEQLEDLFMHEKALVNAVRLATV
AVANIMTFHASLEMESTCHECFFVFDKPRTLWPCGHTFCLSCLSNMYNRRGELICSECGSVCEVGYTPNVSVELVANYQT
LCKRTESNEDSEPDGSLKKECKPQTVEGVLRSLLNDLLSAQSSWTAMPSEHSPLRLGVGA                    
                                                                                
                                                                                
*******zf-MIZ***********                                                        
>Hsap_ENSP00000262161                                                           
MANFEEIINMVSSFRVSELQVLLGFAGRNKSGRKHDLLMRALHLLKSGCSPAVQIKIRELYRRRYPRTLEGLSDLSTIKS
SVFSLDGGSSPVEPDLAVAGIHSLPSTSVTPHSPSSPVGSVLLQDTKPTFEMQQPSPPIPPVHPDVQLKNLPFYDVLDVL
IKPTSLVQSSIQRFQEKFFIFALTPQQVREICISRDFLPGGRRDYTVQVQLRLCLAETSCPQEDNYPNSLCIKVNGKLFP
LPGYAPPPKNGIEQKRPGRPLNITSLVRLSSAVPNQISISWASEIGKNYSMSVYLVRQLTSAMLLQRLKMKGIRNPDHSR
ALIKEKLTADPDSEIATTSLRVSLMCPLGKMRLTIPCRAVTCTHLQCFDAALYLQMNEKKPTWICPVCDKKAAYESLILD
GLFMEILNDCSDVDEIKFQEDGSWCPMRPKKEAMKVSSQPCTKIESSSVLSKPCSVTVASEASKKKVDVIDLTIESSSDE
EEDPPAKRKCIFMSETQSSPTKGVLMYQPSSVRVPSVTSVDPAAIPPSLTDYSVPFHHTPISSMSSDLPGLDFLSLIPVD
PQYCPPMFLDSLTSPLTASSTSVTTTSSHESSTHVSSSSSRSETGVITSSGSNIPDIISLD                   
>Hsap_ENSP00000262971                                                           
MAAELVEAKNMVMSFRVSDLQMLLGFVGRSKSGLKHELVTRALQLVQFDCSPELFKKIKELYETRYAKKNSEPAPQPHRP
LDPLTMHSTYDRAGAVPRTPLAGPNIDYPVLYGKYLNGLGRLPAKTLKPEVRLVKLPFFNMLDELLKPTELVPQNNEKLQ
ESPCIFALTPRQVELIRNSRELQPGVKAVQVVLRICYSDTSCPQEDQYPPNIAVKVNHSYCSVPGYYPSNKPGVEPKRPC
RPINLTHLMYLSSATNRITVTWGNYGKSYSVALYLVRQLTSSELLQRLKTIGVKHPELCKALVKEKLRLDPDSEIATTGV
RVSLICPLVKMRLSVPCRAETCAHLQCFDAVFYLQMNEKKPTWMCPVCDKPAPYDQLIIDGLLSKILSECEDADEIEYLV
DGSWCPIRAEKERSCSPQGAILVLGPSDANGLLPAPSVNGSGALGSTGGGGPVGSMENGKPGADVVDLTLDSSSSSEDEE
EEEEEEEDEDEEGPRPKRRCPFQKGLVPAC                                                  
>Hsap_ENSP00000334474                                                           
MNSMDRHIQQTNDRLQCIKQHLQNPANFHNAATELLDWCGDPRAFQRPFEQSLMGCLTVVSRVAAQQGFDLDLGYRLLAV



CAANRDKFTPKSAALLSSWCEELGRLLLLRHQKSRQSDPPGKLPMQPPLSSMSSMKPTLSHSDGSFPYDSVPWQQNTNQP
PGSLSVVTTVWGVTNTSQSQVLGNPMANANNPMNPGGNPMASGMTTSNPGLNSPQFAGQQQQFSAKAGPAQPYIQQSMYG
RPNYPGSGGFGASYPGGPNAPAGMGIPPHTRPPADFTQPAAAAAAAAVAAAAATATATATATVAALQETQNKDINQYGPM
GPTQAYNSQFMNQPGPRGPASMGGSMNPASMAAGMTPSGMSGPPMGMNQPRPPGISPFGTHGQRMPQQTYPGPRPQSLPI
QNIKRPYPGEPNYGNQQYGPNSQFPTQPGQYPAPNPPRPLTSPNYPGQRMPSQPSSGQYPPPTVNMGQYYKPEQFNGQNN
TFSGSSYSNYSQGNVNRPPRPVPVANYPHSPVPGNPTPPMTPGSSIPPYLSPSQDVKPPFPPDIKPNMSALPPPPANHND
ELRLTFPVRDGVVLEPFRLEHNLAVSNHVFHLRPTVHQTLMWRSDLELQFKCYHHEDRQMNTNWPASVQVSVNATPLTIE
RGDNKTSHKPLHLKHVCQPGRNTIQITVTACCCSHLFVLQLVHRPSVRSVLQGLLKKRLLPAEHCITKIKRNFSSVAASS
GNTTLNGEDGVEQTAIKVSLKCPITFRRIQLPARGHDCKHVQCFDLESYLQLNCERGTWRCPVCNKTALLEGLEVDQYMW
GILNAIQHSEFEEVTIDPTCSWRPVPIKSDLHIKDDPDGIPSKRFKTMSPSQMIMPNVMEMIAALGPGPSPYPLPPPPGG
TNSNDYSSQGNNYQGHGNFDFPHGNPGGTSMNDFMHGPPQLSHPPDMPNNMAALEKPLSHPMQETMPHAGSSDQPHPSIQ
QGLHVPHPSSQSGPPLHHSGAPPPPPSQPPRQPPQAAPSSHPHSDLTFNPSSALEGQAGAQGASDMPEPSLDLLPELTNP
DELLSYLDPPDLPSNSNDDLLSLFENN                                                     
>Hsap_ENSP00000376765                                                           
MAELGELKHMVMSFRVSELQVLLGFAGRNKSGRKHELLAKALHLLKSSCAPSVQMKIKELYRRRFPRKTLGPSDLSLLSL
PPGTSPVGSPGPLAPIPPTLLAPGTLLGPKREVDMHPPLPQPVHPDVTMKPLPFYEVYGELIRPTTLASTSSQRFEEAHF
TFALTPQQVQQILTSREVLPGAKCDYTIQVQLRFCLCETSCPQEDYFPPNLFVKVNGKLCPLPGYLPPTKNGAEPKRPSR
PINITPLARLSATVPNTIVVNWSSEFGRNYSLSVYLVRQLTAGTLLQKLRAKGIRNPDHSRALIKEKLTADPDSEVATTS
LRVSLMCPLGKMRLTVPCRALTCAHLQSFDAALYLQMNEKKPTWTCPVCDKKAPYESLIIDGLFMEILSSCSDCDEIQFM
EDGSWCPMKPKKEASEVCPPPGYGLDGLQYSPVQGGDPSENKKKVEVIDLTIESSSDEEDLPPTKKHCSVTSAAIPALPG
SKGVLTSGHQPSSVLRSPAMGTLGGDFLSSLPLHEYPPAFPLGADIQGLDLFSFLQTESQHYGPSVITSLDEQDALGHFF
QYRGTPSHFLGPLAPTLGSSHCSATPAPPPGRVSSIVAPGGALREGHGGPLPSGPSLTGCRSDIISLD            
>Hsap_ENSP00000412848                                                           
MNSMNPMKPALPPAPHGDGSFAYESVPWQQSATQPAGSLSVVTTVWGVGNATQSQVLGNPMGPAGSPSGSSMMPGVAGGS
SALTSPQCLGQQAFAEGGANKGYVQQGVYSRGGYPGAPGFTTGYAGGPGGLGLPSHAARPSTDFTQAAAAAAVAAAAATA
TATATATVAALQEKQSQELSQYGAMGAGQSFNSQFLQHGGPRGPSVPAGMNPTGIGGVMGPSGLSPLAMNPTRAAGMTPL
YAGQRLPQHGYPGPPQAQPLPRQGVKRTYSEVYPGQQYLQGGQYAPSTAQFAPSPGQPPAPSPSYPGHRLPLQQGMTQSL
SVPGPTGLHYKPTEQFNGQGASFNGGSVSYSQPGLSGPTRSIPGYPSSPLPGNPTPPMTPSSSVPYMSPNQEVKSPFLPD
LKPNLNSLHSSPSGSGPCDELRLTFPVRDGVVLEPFRLQHNLAVSNHVFQLRDSVYKTLIMRPDLELQFKCYHHEDRQMN
TNWPASVQVSVNATPLTIERGDNKTSHKPLYLKHVCARPQHHPSPSPPAAACVSCSHLFVLQLVHRPSVRSVLQGLLKKR
LLPAEHCITKIKRNFSSGTIPGTPGPNGEDGVEQTAIKVSLKCPITFRRIQLPARGHDCRHIQCFDLESYLQLNCERGTW
RCPVCNKTALLEGLEVDQYMLGILIYIQNSDYEEITIDPTCSWKPVPVKPDMHIKEEPDGPALKRCRTVSPAHVLMPSVM
EMIAALGPGAAPFAPLQPPSVPAPSDYPGQGSSFLGPGTFPESFPPTTPSTPTLAEFTPGPPPISYQSDIPSSLLTSEKS
TACLPSQMAPAGHLDPTHNPGTPGLHTSNLGAPPGPQLHHSNPPPASRQSLGQASLGPTGELAFSPATGVMGPPSMSGAG
EAPEPALDLLPELTNPDELLSYLGPPDLPTNNNDDLLSLFENN                                     
>Hsap_ENSP00000438574                                                           
MFTLQDSYVKQMVMSLRVSELQVLLGYAGRNKHGRKHELLTKALHLLKAGCSPAVQMKIKELYRRRFPQKIMTPADLSIP
NVHSSPMPATLSPSTIPQLTYDGHPASSPLLPVSLLGPKHELELPHLTSALHPVHPDIKLQKLPFYDLLDELIKPTSLAS
DNSQRFRETCFAFALTPQQVQQISSSMDISGTKCDFTVQVQLRFCLSETSCPQEDHFPPNLCVKVNTKPCSLPGYLPPTK
NGVEPKRPSRPINITSLVRLSTTVPNTIVVSWTAEIGRNYSMAVYLVKQLSSTVLLQRLRAKGIRNPDHSRALIKEKLTA
DPDSEIATTSLRVSLLCPLGKMRLTIPCRALTCSHLQCFDATLYIQMNEKKPTWVCPVCDKKAPYEHLIIDGLFMEILKY
CTDCDEIQFKEDGTWAPMRSKKEVQEVSASYNGVDGCLSSTLEHQVASHHQSSNKNKKVEVIDLTIDSSSDEEEEEPSAK
RTCPSLSPTSPLNNKGILSLPHQASPVSRTPSLPAVDTSYINTSLIQDYRHPFHMTPMPYDLQGLDFFPFLSGDNQHYNT
SLLAAAAAAVSDDQDLLHSSRFFPYTSSQMFLDQLSAGGSTSLPTTNGSSSGSNSSLVSSNSLRESHSHTVTNRSSTDTA
SIFGIIPDIISLD                                                                   
>Cint_ENSCINP00000012028                                                        
MMDHHMHPNMNHPSNTHPMMQQPNRFRPQMPHQYNRGPGSYQMGTGMGPMQNQRHPSVRNYNNEHNFKTSCGPQQNYGQV
PFNGSPNMPNHYNKPPEPIHGTHQHPGGSVGPRYSPRLPNNHPNSQQKPYFQGQHGDPNGSYPQRHGYPYPADGRNINSH
QPNPIPGNPTPPLTPGSAHNVPPYPNTEPAIPAAISEGKSTHDELRLTFPVRDGIVLGPFRLGHNLVVSSHAFHLRPNVY
RTLFERHDLDLQFKCYHHEDMLKHTNWPHSVQVSANHVPLTIPRGQDRSSHKPLYLKKVCQPGRNTVDITVSACCCSHFF
VLQLVHRPSIRFALKGLMLKRVLPGYHCIEQIKRNFANGAIGNSSGTGMNCDTGGEMPPIKVSLRCPITYTRIKIPARGK
DCKHIQCFDLESYLQMNSDNATWRCPICHKNALLEYLEVDQYIQNILKAVQDRECHLVSIDANCKWTPLPVSTPHDGAMR
GGPDPAMNGMVKTENFDRISVKQEPNSMSGPFNTKTEPQFISALSIKQEPHHHRNEVHVKQEPDGPPNKRLKSVTSPGLT
LSNLPAPSPGSYSSQPCHRFNSNDSNQGYSQGYDFNRCGVASNPAPCPGFMRGGPAVPMGNEISDNIARNDMVPIEKRLN
HAALSTGNNGSPNRRAPGNPKTPQDPNTPIRPPSSSSLTPQSNNCPTPSSGAFSAAPTCGSINPLQTPNLSSNQQDMNTC
KNEPVETCLNPFPSLFDDDGVTSVPSISFDGETVDFKTDAITDETIGSLDILPDNSDLDQILSMPDDLVGTDNTDEQDIL
HLFDKTS                                                                         
>Cint_ENSCINP00000022288                                                        
MASAQLDVDHELKNMVLSFRVSELQVLLGHAGRNKSGRKHELMSRALQLIRSSGSNKLIQSTIHDLYGKRHALSNNNSQP
NTVESPHQSMTVRDVPHPKPVNPPQAAPIVQFKPSPFYKQISEVLQPSCITNSKSKMAHSKNFTFLLTHHQREVLCKDRV
QVQSMIRQSPKNHTQIQLRFCKLETSCEQPDALPPHLTVKVNNVSVVLPNFIPPTKAGMEPRRPNRPLNITNLCRHSSSG
QNTLEVRYSSSDHEEYCVTVNVVKQLFAEDLLQKLKSQPVLSAATTRYRIKEKLKRDLDSDVSTTNLKLSLRCPLGKMRI



LTPIRGCKCTHIQCFDALLYIRMNERKPTWSCPVCDKLAEFTSLVIDGLFIEILNESDSDEIDFTDDGNWNSSKNVTETL
IVGTPIKPIALDLSRTALKIKPASEKKRSEPDVIDLTCDSSDDDSPIEVASSNQNSGSENVLDDITMSVSSSPADVGSPN
VAPRLLDVPLTKYTRKSPSTHRDYHHTTATPPRLHSPYYRPVNSPSWESKYTPTISPRRNTPPNPRPLIHHHSPVNQLNG
SVMTPPPLPSPSPLVSGASPPVASTWRTSLPGERGMGLNGYSTPPVSSLVGSLNDHSLNMGFPSFSAFDILNQQYRHHQF
PLLFPPGVGSGLTPYDLFPPRIPHTANIPERSRTDYREEDYPDIVIE                                 
>Skow_XP_002737604                                                              
MMQYASNMYEGIGSGYMQGPNGPAQIPQQGSNDQFSEPAAAAAAAAVAAAAATATATATATQQQQQQQQQQQQQQQQLGD
YGPQIPRQPGYNPQYSVPNQQGPMPGNFKQGFYTGPQMNQRPQCPQQYPMKRPNPSQQNYPQQYGPNRQYLPQQLPPGAA
MPNSYQKTPQPGYPNQQPMPSPNYPGQRTLTTPGNYGNQPNQYYGPGNYNGGQPMAPAYQQQQQQQQQQQQMNYNPGARG
MGYQPSPGMQNNPTPPMGPGAQNIPPAYLSSPGAPPSDKFGPDIKPPVMPPPVNDEMRLTFPVRDGVVLVPFRLEHNLAV
SNHVFHLRQSVHQTLMWRSDLELQFKCYHHEDRQMHTNWPASVAVSVNATPLHIERGENKTSHKPLYLKEVCQPGRNTIQ
ITVSACCCSHLFVLQLVHRPTVRSVLQGLLRKRLLPAEHCITKIKRNFTSVAASSGGSLNGEDGVEQTAIKVSLKDPITF
RRITLPSRGHDCKHIQCFDLESYLQLNCERGSWRCPVCNKTALLEGLEVDQFMWGILTAVQSADFEEVTIDASASWKPVP
VKPDMNIKEEDPDLTCQSAKRFKPNMSPGNMNMANLHNFDPMVPSPFSSVPPGAPEYAGPGSVPTPGPGGQSLRGGPSPA
GSQYGNAYEQFHSPGHPSQGPPMPPSNYVGPQAPNTFSNMPGRQTLSHFDDGIASSDLVSVEKQINPSIPQQMRRSRINQ
GITTQPLRHPPDMPTPSPQQPLTPQQPTPQPPPQQQQQQQQQQQQQQQQQQQQQQQQSNNGPRTPQTPLMQNPHTPQPVN
QQPTTVSQQPHTPHPQPHTPHTPQPQQSAPPSSQSQQQQPQGNQGLNQGNNQTGNNNTNNNSSTSSNVCPPANTPTTNSA
TNDLGFDPGIVIDQSEGHEDLDLLPENVVDPNELLSYLGPPDLPNNGDTSEDLLSLFDA                     
>Skow_NP_001161630                                                              
MAETSELKHMVMSFRVSELQVLLGFAGKNKSGRKHELQARALQLLKNGCDTPVQIKIKNLYRRRYPHKFHVISPPHATMS
SSTTTTSSSSSNTQYSTNFRLQPTHSQGLLNLNNTASSGSQSSSLPVHPDVRLKHLPFYDVLDDLIKPTSLVPRSSSKFQ
EAYYVYHLSPREISQITSARDMRPGARVEYPVQVQLRLCLSETSCEQDDHYPPNLCIKVNGKMAPLPSFLPQAKIGQEPK
RPSRPINVTGSTRLSPTVPNQIHVSWAADFGRGYAIAVRLVKQLNADILLQRLKSSKGVRNADHSRAMIKEKLAHDPDSE
IATTSLRVSLICPLGKMRMSIPCRALTCNHLQCFDVSLYLQMNEKKPTWICPVCDKQAPYDSLIIDGLFTEILASSPITD
EIQFSQDGSWSVMKREKHNEIITSPMNKMLSPFSNHTAKQTSTVKSSKNVQMIDLTSDDEDEEDSPCMPAVKKGCVSPPL
ITIENTPPHTVSASLSLLSSNSSSNSSSCSSSVSSCSSNANLHAVSPPPPSPSYHFHSPPRRASPINLSTSSGHRVPSFL
SRPPPYPPPLPPLSSDELPTEEEFEEFLGWLGDRRYRPDYSHSLFNPEDLI                             
>Dmel_FBpp0087651                                                               
MRKTRSQTARTQAENAATSSSPGHQSTSSAPIAVNPFDSTKYKECEQMVQMLRVVELQKILSFLNISFAGRKTDLQSRIL
SFLRTNLELLAPKVQEVYAQSVQEQNATLQYIDPTRMYSHIQLPPTVQPNPVGLVGSGQGVQVPGGQMNVVGGAPFLHTH
SINSQLPIHPDVRLKKLAFYDVLGTLIKPSTLVPRNTQRVQEVPFYFTLTPQQATEIASNRDIRNSSKVEHAIQVQLRFC
LVETSCDQEDCFPPNVNVKVNNKLCQLPNVIPTNRPNVEPKRPPRPVNVTSNVKLSPTVTNTITVQWCPDYTRSYCLAVY
LVKKLTSTQLLQRMKTKGVKPADYTRGLIKEKLTEDADCEIATTMLKVSLNCPLGKMKMLLPCRASTCSHLQCFDASLYL
QMNERKPTWNCPVCDKPAIYDNLVIDGYFQEVLGSSLLKSDDTEIQLHQDGSWSTPGLRSETQILDTPSKPAQKVEVISD
DIELISDDAKPVKRDLSPAQDEQPTSTSNSETVDLTLSDSDDDMPLAKRRPPAKQAVASSTSNGSGGGQRAYTPAQQPQQ
SESPEQQASRQSPEKQTVSEQQLQQQQHEQPATAAVHASLLESLAAAVADQKHFQLLDLAAVAAAAAATASSGQSQNAGP
>Dmel_FBpp0111836                                                               
MSEKVEQVKESRKEKVKEEITKDDSTSVLTFDPHPYFPFLFDPYSSSKYGSQVRERKIDRCLKQLQDALNGGKKNDEMNQ
QAGSSRAPATGGQISPPGATTVGVEQQQHLQQQHQQQYYNQQQQQQQQQYQQQHQRDNFLAYQQQQQQQQQQQQQLQRSG
GGGGNFMLGNDLVGGDSLRSLNNTFGPNSEFTSLGGANSSASSSLSGLSSSSSQGYTGMVAASQQHQQQQPHHHQQQQQQ
QQQQHMGSMDAMGGYSQMGGGMHPGPNSGMMGNMNGQYMNGGSGQGGYNGAQGMGMGYGGGGSMGPQRHHQMTPMNQMQN
MSMGPGVGGSGGMGGGMNPLQQQAAQQQMGGMNPMAKMQGMANGGYPQQAPPSLTQQQQQQQQRRMAPYPHPQMHMAQKR
AAAGVGGAGGMYPGNPMQQQQAQMYGNQQMHPGSGGGVPLPMQAGGAGNGYGRSGPMGVGNGGYGRMSAGNGMGPTGGPV
MGPMGPGGMTAGGMGPGPGCMSQQRFMPQGSGGGMPGVGYGGVGGAASHQGQFYPGSGQSAGMQQAGGMCPAGPGAVATT
GNPYQNQGFQQNYQHSPVPGNPTPPLTPACSVPYVSPNPDIKPPMDNSEEMRLTFPVRDGIILAPFRLLHNLSVSNHVFH
LKQNVYNTLMCRNDLELQLKCFHQDDRQMNTNWPHTVTVSANATPLNIERSEKNSTALRPLYLKAVCQPGRNTLQLTASS
CCCSHLFVLQLVHRPSVRQVLQTLHKRNLLPLEHSVQKIKRNLSQPEANAGPDATPQQQQQQGGGQQCAKISLKCPITKS
RIRLPARGHECKHVQCFDLEAYLMINSERGSWRCPECSKSAITDTLEIDQYIWAILNTLGNSDVDEVIIDSSANWRALQH
NGGMPNAPPPSNVPSNPSGGSGSNSGNGSVNPTLPVIKQELCDDIAKVMSPGSTQLPTWDSAQAMSPYNMHDMNSIASGN
MMGNGGNTNQHGNRSSYDGFSGNHSDGSGGLPGGDGGVNSLDQLNAMEKSLSDQMPHTPHTPGAASHPMTPGGPPSVSSS
HNEPISGGTPNANGSGSATNGSGNNNSSTGHNSPQTPGTPSRMGGGMGGSGSADSQQQQQEQLLNSLMSSQTQLKFSESD
LSAELQSFDAAAAAINDTAHDLNLLQDVDPMEILSYLDPQPDLNTPPSSGSSNNNASDDLLATLFD              
>Cele_W10D5_3c                                                                  
MLPNNQWQIPINNGLTHQENMAAHAAVMKLRVHDLQSIISQLSLRKPRPQKSEHQKVVVESLRDPHHARQIYQMVICFSP
LIFSSLQASNFPNGNYEMQKRPATTSQVRSHPYVLPSRSGASNHLVNHHYQQQQQQQPQPHNLLHQQMMASHHSHLQQQH
HPSTVRWLTPELLEEQLRGSMRYGAPAAAAATNAPLHSSFPNHGRSSQQSLQKSEKSNRPKKMYADNFEPLPLPFYDVIS
VLLKPVELHSSDSPTLKQTKQLQFPFLLTAEHISKISYRADVTPLPRYELQLRFFNLTEPVQGPQKDDFPLNCYARVDDS
VVQLPNVIPTNKTNAEPKRPSRPVNITSNMNRYKKEHTVAVEWLADKRVWAAGVYFVHRVNSDILFKRLNQNVSRHRSLE
VTKQEVIKKLSGGEDDIAMDRLNISLLDPLCKTRMTTPSRCQDCTHLQCFDLLSYLMMNEKKPTWQCPVCSSNCPYDRLI
VDDYFLDMLAKVDKNTTEVELKEDGSYDVIKEEAFCISDDDDDDVVPATVNGTASCSSTNGNGLANEAAKKKPADDDIIT
LSDDDDEELNRGIMNSLNDSFSPGRHTASAELAAQKTPPQQKKKTKDDDIEIITLDDTPPRPVAASANLPMRQMSQQNQM
PVGSSPSGMASTQMGMNEGASKTIRDALNKIGEQSANSSTQSSPLVQLHHTTHPLNFAQSSYMNPSSGSQTPTSQYGYSP



MINQAPHFQMQNGLIGRNNQMVHMQQHHLQQQQQQQQSPQIMSPSFYAQQQMSNGGAFAYYPPQYPQQQYRQN       
>Ctel_24064                                                                     
RRSAPYPNNPQQYMLNKRAFPPNGAGGQENSEELRLTFPIRDGVVLPPFRLEHNLAVSNHVFHLRDSVHQTLMWRSDLEL
QLKCFHHEDRQMNTNWPASVTVSVNATPLMIERGNNKTAHKPLYLKNVCQASRNTIQITVTACCCSHLFVLQLVHRPSVR
SILQGLLRKRLLPAEHCITKIKRSFSHQQNPMVQQNGEDGVEQTAIKVSLKCPITYRRISLPARGHDCKHIQCFDLESYL
QMNSERGTWRCPVCNKTALLEGLEVDQYIWGILYGLVNTDFEEVTIDPAACWKPIHFPKAI                   
>Ctel_82537                                                                     
LQHMVMSFRVSELQVLLGFAGRNKSGRKQELLQRALALLDGCGAPIQIKIRELSKRRFPSKAAAAAAAASSSSSPHTSPL
KQQPHAPLPQPGDGLEYKHTPAMPPNHNQVPVLPDVSLKMLPFYDVLDELLKPSSLVPKGAARFQETFFVFHLTPQQAQD
VAASRYLLPLPTDPFSYSLFVSREMKSGRIEHSVQVQLRFCLLETSCDQEDNFPPSICVRVNGKMAPLPNPIPTNKAGVE
PKRPSRPVNITSICRISPTHPNQISISWASELGRSYCVAVHLVRKLNSDILLSRMKRSGIKHPDHTTALIKEKLAHDPDN
EIATTSLRVSLQCPLGKMRMTIPSRASTCNHLQCFDAPMFLLMNEKKPTWTCPVCDKPALFYNLIIDGLFTEILKKTSEM
EIEFLEDGSWRPLKPK                                                                
>Lgig_105887                                                                    
MYRGRPSPYPNPQQYMQSKQRQQGQYPNEDELRLTFPVRDGVVLAPFRLEHNLAVSNHAFHLRDSVYQTLMWRSDLELQL
KCFHHEDRQMSTNWPASVTVSVNATPLVIERGENKSSHKPLYLKEVCAPGRNTIQITVTACCCSHLFVLQLVHRPSIRSV
LQGLLRKRLLPAEHCITKIKRNFTQVPTANSLNGGDDGVEQTAIKVSLKCPITYRRISLPARGHDCKHIQCFDLDSYLQL
NCERGTWRCPVCNKTALLEGLEIDQYIWGILSNLNNTEFEEITMDQSASWKPVPIKSLIKEEENSEYSTYYCY*      
>Lgig_193532                                                                    
MAESTELKHMIMSFRVSELQVLLGFAGRNKSGRKQELLQRALQLVQKGCGLQVQIKIRELYRQIFATNANNRRRFTDPTT
LTHSQTEQPTPTPGIASGGIDYGGSKHLTTIHPPTSSSMPVHPDVRFKHLPFYDLLAELMKPTSLVPKSNNRFQESFFVF
HLTPQQAQDIAMSRDFRPGAKCEYTVQVQLRFCLLETSCEQADNFPPSICVRVNGKMAPLPNPIPTTKPGIEPKRPGRAI
DITSLCRLSPTISNHLDVSWASEFGRGYCLAVFLVRRLTSDILLQRLKQFGNRHPDHTRALIKEKLAHDPDSEIATTSLR
VSLMCPLGKMRLQIPCRASTCTHLQCYDANTFLMMNEKKATWICPVCDKPATFDKLIIDGYFLEIFRASPNCNDIQFHPD
GNWSRLEPPKETHVIASPVVFKNETASSPTSTAAVKLQPSEPSSNSGGNDDVIDLTLDSSEDEED               
>Nvec_XP_001632772                                                              
NDVIRLTFPVRDGIVLPPFRLEHNLAVSNHVFHLRESVHQTLMMSVNATPLPIERGENKTAHKPLHLKQVCKPGRNTIQI
TVTACCCSHLFVLQLVHRPSVSSVLQSLLRKRLLPAEHCITKVKRNFSLCSTAPTTNGSDDGVEQTAIKVSLKCPITFRR
ISLPARGHDCKHIQCFDLESYLRLNCERGSWKCPVC                                            
>Nvec_XP_001624240                                                              
MLMSFRVSELQTLLGFAGRSKSGRKHELMGRSLQLLKCEGNYQVRAKIRELYRARYPRRVVISPQKSVPPPRSLPPPPSR
REEMSNSVPVHPDVRLVSLPFFEHIDDLVRPTSLVPVGMSQLQENYVVFHLTPRQVGLITTSRDNRPHSRHDFTVQIQLR
ICLLETSCEQSDNFPSSLCIKVNGKICSLPGYVPPNASVDHKRPGRPVNITNQCRLSSTVPNHIHVSWTPRHGQRHVVVI
RLVRLVTSSCLMQRLKARGYRNPDHSRALIKEKLAHDPDSEVATTSLRVTLLCPLGKSKMTLPCRSVTCSHLQCFDAALY
LQMNEKKTTWICPVCDQKAEFKSLVLDGLFREILDNTSGSCTEISFYEDGSWRP                          
>Adig_12286v108965                                                              
MSHFGRAATPILNMGMEAASDEKERCALGSSSNFVPRSALLLRNEAKAGARDEKKTKMPKDRHRTDDDYRREKSHRSSSS
HRSLHGHKHGGTYRKHFRDESHLRKRTSRTSMHMRFSSSNTTTSISLRTDHRCEVPASNLNSFQHQKIGDMLAVLKSCCE
VCEKRQQLRREGTFESVTLSQSPPVASSSFDYPGENSPNSRFAWVMEQRKITGLVPAADTKRRLHQSLASHSEAKLESID
IPLFCPLTQSRITTPVRGKNCLHIHCFDGESYCSLMWKKPVAKWKCPNMKFSRVPTRYLIFWTIQEWIQLMNLL*     
>Adig_20512v116139                                                              
MERHIQQTNERLQCIKQHLSTPQGFQTSARELLEWCGDVRAFQRAFESNLMGCLTVSYRLLAICAAHRDKFTSKSANMLG
VWCEDLGRLLLLRHQKQRNDTQKTVGYPGQPNKISQVSNQMNPMNALNPLANNDASTVMWPQTTQGHGQQQPSLSVVTTV
WGVTSSMTNGTANMTHDPSNPGIPTTNTVNSVGHPYLSTSANPKPYAQQGSYPARPGSRLPQETPTASPYLQRQNSFPTA
GATPSVNPGSNHYYSQQNSVPPNASPFPQATANXXXXXXXXXXXXXXXXXXXXXXXXXXXXLQDQQQMDYNGFPASQNPY
PPNQASHPQHPPPPYQRSNSFPQYQQPFSQQQQHGTQQGMQKPNAGMSRAYMQEFQSAYNMSSGYPQQGGYQPPGAPPPP
YSQSVSPMTQMNQQMGQIMQGNTMNQPVGQMNQTMGPQLGQLSTMGAMNQMPQVNPGGHMSQMTPASQIPPVNQVPPVGV
YGSHMPQQGNRPMARRRKSQYQNSPLANALSPPVTPGPIPSPYMSISDVGNSPANCYDIKPQVVPSTASPQAYEDIKPPR
LNIPENDVIRLTFPVRDGIVLPPFRLEHNLAVSNHVFHLRDSVHQTLMMRPDLELQFKCYHHEDKQMYTNWPASVTVSVN
ANPLMIERQGDNKTSHKPLHLKNVCKPGRNTIQITVTACCCSHLFVLQLVHRPSVSSVLQSLLRKRLLPAEHCITKIKRN
FSLCSSAAGGNDDSVEQTAIKVSLKCPITFRRITLPARGHDCKHIQCFDLESYLRLNCDRGSWKCPVCSKVALLEGLEVD
QFMWGILTTSRCTDVEEVTIDPNSQWKPVAVKQEPKEEDCPGPQPAKKARPSPPDSLPLTGVRTPTSMSSSSGHYSPYQT
QPPSNPGMGAPTPPVRTPPETHSSSVAGNLSEQTSSNNTGSVQTATTPSADKMTPSPATSQANTQSVNNRGPSTPQTPGG
SHSTGQKGQAGDRTQHSSSSLPQPPVSGNTESITADLESDNLSEEFSFGVLEGDHGGGTDGVEGALDVLPGTLDPEELFN
YLTPSDLPSEDILSMFE*                                                              
>Hmag_XP_002171038                                                              
PDLELQFKCYHHDDKAMTTNWPNSVSVSVNNIPLTLERGESKSSHRPLLLKNVCKAGRNTIQINVMVCCCSHLFVLQLVH
RPSVNSVLQGLLKKRLLPAEHCLKKIKYNFKTSAANGTTVSSDEDGVEQTAIKVSLKCRITYQKINIPARGQECKHIQCF
DLETYLKLNVDKVNWKCPVC                                                            
>Hmag_XP_002158963                                                              
MQISMEQHIQQTNERLQCIRRDLNNISTFQGAARELLDWCGDARAFQPSYEQNLMACLTVVNKVASMQGYDLDLGYRLLA
ICAAHREKLSRKSAGILSCWCEELGRLLLLRHQRKSDVKTFANSLKNISTPLPHGDNTIIWQGNNPQPNLSVSVSSVWGV



SSPTNANSMISMQQSNPNGMPQGNIAGINQGINQQYDMSMQPNMKFSNQGYNPEMQNIQNFQQGNMNFNQNKPPNNQQNI
YQQYPQNQNNSNCPLPAAAAAAAAVAAAAATATATATATATAFHMQEQTDQMNNNGDYIDTQQYQVHGQTQFQARGGINS
GINRQNYNRQPMGSYMGGSNMGGSNMGGPNMGAPNMGAPNMGGPNMGAPNMGAVNMGGPNMGYMTVSSNLAQQRNLYGMQ
QHQMGGNLNAQMVASPQNNMMRYPVSQMKRSPSMMGGYNQSIIGNSPMTPDTTSPQFGPFVPGVVKNPPFSPQYQTQGYN
AFGHGANMISMGMGNSMTGNMGIPPQYNSINNMNVMSNMIGQQPSDSIQSVVRRTRPSTLQYPPVSAAHSPNNRFMTICD
STTGNPEDIKPQNIGPMYPVKNVLTPNSNNTPMSPADMKPIINCLRLTFNVANGSVLQPFRLQHNLAVSNHAFFMKPQIY
QTLMSRPDLELQFKCYHHDDKAMTTNWPNSVSVSVNNXXXXXXXXXXXXXXXXXXTRIXXXXXXXCRITYQKINIPARGQ
ECKHIQCFDLETYLKLNVDKVNWKCPVCSKSAVLEGLEVDQYLWQIITTLTKTDVEEVTIDSSGSWKPVSIKQEIKQEED
TSCSSGPPPKRMKSVDSAMPSPMSMTNPSTPSYKPSTPATCATVGPRTPQNLPTSSTPNNDKFALPSPSQPQLLRQQSQT
AVSGACHLSPPAGPPTLMRSPENLRPSSSITATFNSVTTSAPAKPSNSAQEWRSPEDIGLDSIFPTPEESETPGDDDEEG
LDVLPDMDHELLLSYLPDIPSEDLILSMLDGIGSDNTNMRVPDY                                    
>Hmag_XP_002158913                                                              
MLMSFRIAELQTLLGACGRSRSGRKHELLGRAISLLKSSSVAPNRDKVRARILELYHQRYPPGGVELPEIALGNPSSLQT
YPAQPYMQYPREEDDDSSNFINRSSNSYKDLSHKTKYSSVFHHPHNSQQLQPTSYTSATSLHSPVPIHPDVRFIPLPFYD
IIDVLIKPTSLVQKTMAGYQEMSFVYHLTPYQTQLITSSRFCLAETSCFQEDAYPPRLKVIANNKPCLIPGQPPPNAQNQ
EPRKPHRPINITPVNISPLQSNQFSVQWMPSDVGQRYTTTVHLVKTVHCETLIQQLANKPERSAEHTKAFITEKLRQDPE
SEIALTSLKVSLCCPIGKTRMKYPCRANNCHHLQCFDGATYLQMNE                                  
>Tadh_XP_002110394                                                              
MLNNFRVPELQQLLTSFNSRKTGRKPMLISRALELLETCDSRNVKIKIREIYNLRNHYHHQASNHVVIHNHNHVVPSYSN
QSNNNNTNFHVVNNNSRNQIGWYIGDLNNSTSKGHREFHFALNTASKLDFKSLKITPFHEPLESISNTFLLDIKYKGRYY
EKEITFTLSSSQIEMLNKTRHHINKPENESLHHLFLRLGTVDSNGLFADYYPHALCVKANGSSCPIPNIAPSASNNSKSG
TAKKSKKPIDITQYINITPNYTNRVKVSCTPLTVEKYYGSIILVRQSTPGLLLQKILDKDDASQEQTISLVKEKLKQNSD
VIVTTKLNMSLQCPLMKNLMTYPCRSSSCKHLQCFDAMSFLRMNESYCRKIIESIPANVLEISFNEDGSWTAENEDEKSS
NVIKDTVEIAHVVKDKPKEHNKSVEVIDLTAGSDSEDDNYVPFDDLFTDFQGDTPEPKRLKSDSQPEKRERQEIPNHSAA
ITTVFPDYHLYAVPGHSQRSNNYLPNAMPNNLLPHLPITSSLAPEMNNYVCGTYDTVDSEFANTMYPDEQEFIRNCLGNL
ASIITPSSNPPSSNRPSKDV                                                            
>Mlei_ML02035a                                                                  
MGDKPLRNSQAIEKEVLRRMVTNFRVQELQQLMSMCNRSRVGRKQELLSRALYLVKNINDVSKDCKVASSIRDLYNRRYP
SRQMQIVGGMQEANCIPLPPTSEGSESPTAVQSSASSAGPRTNGYPSTTGAYASTDTTADKAQVPVLPDVTFKDLPFYEE
CDVLIKPTSLVDHGPSRYQETALPFYLSQRQVQAIYDSRTMQPMQGGNVMSYNYMVQIQVRLCLLETSCEQADHFPAFCA
LKVNGNQAFSFQEPQSSNVKRPPSNPIDITGHCRLSSAYPNVLNVTWAANYGQRHCIVVRLVRQHNSQILLDRLKKHIRN
VDHSKALIKEKLSCDDNEIATTSLRVSLLCPLSKARIQIPCRPTTCSHLQCFDASIFLQMNERKATWQCPVCDGPAKYGT
LAIDAFFNLIIAQSPDAEEIEVFPDGSWKALSNKPESRSSNKPEAISVDSPESAGPSSIPAKEAAPSHDVIDILSSDDED
CAPPPPKKQAVTVQQTSVIKTTQKPPEQYMKPDQNAFLGKLNDFQTLMSMCQNSIPDGDPAFTNFMRELNKMRHFHRYQQ
AEQHSNIATQQQTGQPSQASSSRGRDNENIITID                                              
>Mlei_ML351717a                                                                 
MPPQNSLVSQLPSSLVPPSQHMYPPDIKPDIKPIINQDDEGPRFTFPREDHCLLPAFKLEHDNPNMVREFILNKEMYQQL
FSKPDMDIQFKCYHFNDKFMNTNWPNHVSVMINNQNVPIPVTSNMQNQPTHQPMFIKRYCNPGRNVIAINVQACCCSHLF
TLQFVSTPSVRSILESISKQNLLKSEQSAAKIKRNFSANGGMAGGVNEDAIEQTAITVSLKCPITQQAIRLPARGRDCKH
IQCFDLENFLIMNSRKASWSCPVCKKPAEIRNLEVDELIWGIINEKPKVDEVMITPNAQWSPTPTTDVKKEPEDNIGMPI
KRCRTDDYQIRPQNPPDQRIMPNSQIGHTPPVGPGRMPTMPQHQVRMAAQINARMPMNHPAMINSHPQMHPAIMNAMGTP
NMTIPPNHHVPGNPNIVSNHPVSMSHPAMGAVTTSMGPIGPGHHAQMGHGNITPGHPHMVSNINAHPSQLSPSVQTLHQQ
QQAIGSPGMPMTPGMPHTPNIPGMPPTPVMTPNSSSSSNLPPNLPHSQGMPSNGGMPHTPGMPHTPGMHPVPNIVPSPQM
VGAPSAHHPVSTASYPNSVMLPSNAPGPLRPQTPHGPMLKPPTPIMNPKTPKTPQSIGQVTTAHLTSPHPVPSPARPDLP
QIAPSPQATLNGNFNSPHAITRSPNTSVGYEQTLLPHTSANDTLPYNSMASPFSPHSNLAQTLTPLTEPTTLVSSGTATT
MSFPTLPSDDITQSALDANLDDDDAEIWNLFDSQDSGLFM                                        
>Ocar_g363_t1                                                                   
MQHPPVLPANMQPGGVQSNVTMEQHIQQTNERLQCINQYLEAQATFASSAKELLDWCKDVRAFQKPFEQGLMSCLTVIHK
VAGQAGYDLNLAMLSTWFNDLSRLQFLRQQQEGVGGDMMADRVPPPQPLMSDTTVPLQELSHAQRPSTVNWAGSHIPPPP
SQMLPQGASPHNSQSLSIVTTVWGGVSSTPGGVGHQQPGVQPSVQGSTTTTQSVPLQISTQPQAGATVRYPPPPMQSEAM
YQGGFAPGRGNSLPPPPPPPSLPPPEAPIQPPNGPGQQGNSSNFQATATATAHATARIQQQEEERRLKTHSGAPGQQPGP
YPVPYYHKQPYPGQLAEQGMYPRPQGQPRPGQQPIYPGVATAGTPGGQPQFFPGAGPPQQGPRRPSLPPYPGTGARPVEN
MAGTPTAPCDGRQPPGAIMPEIKTEMEGKPEAMRLSFPVRDGAVLNPFRIQHNLSVSNHAFYLKDQVYRTLVSRSDLELQ
FKCYHHEDKMVQTNWPLAVSVSVNTQPVHIERGDGRSAHKPLYIKSLCQSGRNTIQISVTACCCSHLFVLQLVHRPSINS
VLQSLIKKRLLAVDLCIQKIRANFAATNQMGSQTGVEQTSIKVSLKCPLSIKRITFPARGRECRHVQCFDLESYLQLNCE
RGTWKCPVCAKPVSLEMIEVDQFIWGILTTIKNTEVDEVMIDPDCHWKPVTANIKSEPEDNGNFPKMRRLDEDGSTVGFR
YPERRQNSIAGLPVFQTSTGQFQNSPVPPDYNQLGATPQYGTDPIATQHLPERFPPPYQRTFSPQATPQQQQQHPGVPLP
PPVLMAYPSSSLPQQAALGQSVGNFQPIMPSQLPFSAKKVIDQSGSGTRSGPGTPLGPGGKLGGGNSGNALSSVEDRIGN
PGTPLVDIDPAALCTGGPGSNAPQSNISVNANVLSVQNFPSDEAIDLLENEDLLGDLDAFGDLEDDNEIFKLLDAA    
>Ocar_g1858_t1                                                                  
MAERRNDGQTGSNSSLSQAKVMLSQLRVPELLDLLCRSQLSRRGRKKDLMDRIVANLRSDRHLLACLKETYLRRMTAYAN
PSRTRPPSHFGRELPMIPTDVKLKPLVFYPQLDLIIRPSLLRDTGDVQSYRTMCMRFTFQLTESQASRILAGRSVRELFS



GKGFHYATKVQLRICPFDLSCEQKDKLPYMCAVEVNDALAEIPDKKTSPVDITPICNLTAGCDNSVRINWNEQYQSHSQG
KQYVFQLSLVLERSASELIVQLRSNVRNADYTRAMIKDKLKNTPDSEVATMSLKVSLVCPLGKMKMRLPGSNCTHLQCFD
GESYIQMNERRPLWQCPVCDNTLPYTKLIVDGYFVEILSAGPDSVDIEFGQDGSWNTTRQQHSEAKIAISETSSVKSEEG
PCLQKFKSNYGSSSKSKPPVVIDLTELSSDDEGESAVKSPSNRLASTAKLLPPCQMPGPPPLQPIMSSSFLSPPPPTYYN
SNSIPFLDCMHGGESRIEGGTPSLRQPPRQASPELFDLLLGFSGNNDTVNSVNHGRSQSF                    
>Aque_XP_003387726                                                              
MASFGDQYYSTTSLLSSFRVAELKELMKAMNTSAGGRKKELQMRADKLVMADAPGIHAHIKDIYEKHFGRRAIPPKVSPP
KPPISASTAPAPPSYVVKYPDVKFKSYPFYQLVATIMRPTYLVTQSSMYSREKVMVTQFHLTPQQVQEIFISETTPGNFQ
TQVILRLCRRETSCDQEDYCPTECRLSINKKSCVIPGYNYSLSGRPDYKYLMKPINITSFVHTSAPQANTVTVSWRDSHN
DPQGYCMTIQLARSLSPSDLLQTLKGKGVKSPEISRALVKEKLTVETDSEISATSLRVSLICPLGKVKMSYPCRSVSCNH
LQCFEAATYLQLNEKKPKWLCPVCDRKAPFIELIIDGLLKDICSQCEETEIEFSGDGSWKPIRESKSKDTCTISDAPIII
NPSTATTGTSSNPPAPVVIDLTLESDDDDDDDDISVRYASIN                                      
>Aque_XP_003383459                                                              
MASQEGALAMAQAAQVAAAQAAGMGGVHNGGPHPGPTINNMIPPQWAGPNPSPPIIHQHVNTPPPAPPIHHDLPPTQQSF
SVVATVVGNVSAPSTQPITSMTSADVNSNSIRPPSNGQLPHQLVGGPNDHSAAAAAAAAALAAAAATATATATVTAQLKN
EHLPAMPQGSPAQYSSPPNSTSHFSHAKAPPSSLPHTPTLSATPPFPALPKSINPGPGRPATPTAVRTPTSVMTPTEPNF
NKDPHVFNHGGVANPILSNPLSPLVQPKQAYSTPPPPQSQGAWPQASPQQQPMQYQQYSPHPQNTPPPRQQQQQQQMQFQ
QYPSGGVASYPPNYPNTLLLSLLLLLLFKGDSKHLHKPLHLKQVCQPTHNYLEITVTACCCSHLFVLQLVHRPSVGSVLQ
GLLRKRLLPAEHCVAKIKRWFQSNNDDSIQQTGILVSLKCPITFKRIQLPARGADCKHIQCFDLQSYLQLNCDRGTWRCP
VCNNSAQLEGLEVDQYIWGILSGVNNNKMEVEEITIDPSANWKAHSRETDEEDGPVSKRMKNETPGTPKTPASIKKPHSN
PPPPPKQELPPNLPPPPHLISNNAPPLPPPPLPLPPGLNGSSNNLMNNNNNSQQGGPPTHPQQQQQMSNIDDNLENLKEI
LDNIGDPHFFDNLSTSGDQSHSNELLSILES                                                 
>Mbre_XP_001742843                                                              
MAHLHYQMSRMKDDQILKALRVNELKGVLRALGTSTTGNRSLLVQRIKAYLDSADQHTHRITRSNLEHFYHQLLDERDTN
NASARASATTSSPSRPATVSSSPQSTAHSHPPAPKPQMKHTPFLESVISVIPPQLMTTGAMHRVGPAGRPAYYFHAELSP
QQVMLLQSVTPTNKPFRLFLRVGHKRKGDAYYSDEFPRNGSWQINDRTPVDRLSLRGRPLDITPYVHINNPPMATRIKIE
GIRTTDQVQNFDVALVEVVIANEVSPTELFHGLLHLEAEAGRAWAQQKLASPESEGGDEDLIVNTTESISLKCPLSHKRI
STPARGEYCNHLQCFDALTYIQMNALQCRWNCPICHRPILIQGLRICDWMTGVLELAPSDCEHALVHPDLRVEYAPSSMP
TSPSSDAGPHALSSMKQEAKDEYPVDLSPEDLSELVRMLEEDDRLSQSQSADAPDVAAASITVSAPPAKRAHTEPSALPS
AAGPARGSRHDPILLD                                                                
>Sros_PTSG_10859                                                                
MSMQLEDLARGLTVKELKDVLRSVGLPVSGKKTALIERLQANATPDTFARVKTALAHKQHRARHQHQHHHQHHPYNTSSL
PPVNMRPPDPPGVPLTGNYLYLSPFLRDVVRVYGPVALSDVPPQPGATVESQRKTLEIPFSAQHRTLLENNPNLRIFLRC
GFRPKETRSRDSVPCKDFFPANALWEINGTKLTRPGDASKGVQRYSKPLDITAHVHRRQYGMYASRFTLTAQRFSRHIMT
FDRSVIEVVVATLVTSADIVGQILTTSFQSGRQLVIDKLKPISSSTSTDDYDDDDDEDDDDDAVVVEDTMPCRLRCPLTL
MRIKTACKGKECSHVQCFDAMSYLRANEQRPTWVCPVCNHDLYFKDLRKDAFMQAILDSSVTQSESDVTFYKDASFTCAS
SPAVSHTIAADGTCQSTPAPSSQTTAVTTTAAATTTATTTAAAATAAAATATSSTTSAMGPSSSSSSSSPATRFDGGGSG
SGGDDDGDARSGEQVTKRAKLGSATDERGGERGGEGGAGIASSRDGGDCGGGARDRVGTPGTRGSGSSSGSSSRGGRSGR
SSHAHGSGGAAGIGKGFTVPDTHGSDDGETIEIISSSDDDDDDGEVDDDDDDDDDDGYGGYGGGGGGGDNGFARRRGLHG
HGYGGGDGGGDHGQGALDTDTDVIPGVAFGSRTELDAAIADALREFTDGGVGILADPNMPFHAPPPPPPRQLHMAGPPPA
TTTATATTTATATATTTTTTAATTTPSPAAALPGALHAGTGAHVSSMVGGDDHGDGQRARHESGTDTTRGDGDGGGDDGL
WGSRARVAAAAAETPSACESQRGCSWRW*                                                   
>Cowc_CAOG_06458                                                                
MCDHCAAIRQVRPSPAFPISPNMFGKIIVTICASPDVALGHSKPLIDMIIGEAHDDVTFSRYVKQEAMSVSRTLRKFVPL
AASTQLSKRDLFLAISCCITLPHAKQIAAVYTSAIDSFGGFVGRGDAARLTAAVDKALLTLSPEMQKVCPKVQALAIDFS
EFAIRPQTSHPGAPSAGTTAASTAAAPGHSGASQHMFTFPITPHAHPQAAQPPQQTQQAPKRILTYCNTQIFVALSNEPY
PPFETPSVQPNTISKDCPRVMAMDTHASEHSKVVNNAYLTDFTTEGGLLSKARDPCFRPVHLLMALPLYVETGPAQIQSH
FTVPAEFRADILSGKLVIHARLFSRTQRSDLQFLAMHQFFINRQRVDLSNSGKRIHVPKNYEHKNRVMLPRSADISRYTN
PGAANSLLFLPFGEYHLYFYERDTYFLLEILEPLPLAKLVEKVEKRPRVAGIELAVSLLSKTDDEIDVPSSLQVSLTCPL
TLAVLRLPARGVSCKHVQCFELETYISVCSRQRTWICPICSQPTAYRHLRIDDQLNTILKERVTNAPLSTRLTVFPSGSY
SFMKDARPLEDEDDDPSAKRPRVSSDQGLDVDAMPNNRQILVSLLIFDRKMKPIELCIVGGNAASNLLSMDVDCLAVRVA
AVAHNASISRLCATAAASANAAPEPRICDCVTDVGLRFDLPVQRPTALCSMFCARLFDAKHYTLAVTYTKFVRPPTSAAL
LHSAPVLSINVCNNPYFAPTGALPALVVPPPVEPDATPSFHAEDVQVVSGLEPVLDNLRGLYGARDPDTILFSPNSATNA
HLISAKARAFASLVQDALHDAVEYEQWCHPVNYTTHTRRWFADHSPFPLNYLVPRQRRQTVLDRLVLKYPEPDGDTATSS
LRSLIGALTGSSSAASSGQSASSSSRFSLLQSRPAQSTVAASDVASHTHSLHFDEERLYRNAREALLAISQQLGRDGRFL
LGDHPCYVDALVFAHLHMIFNSKLPSSRLAETARSYNPLVRYCERMYASLFASDISTYGAVTTSEAQSAIDEKRLLRTRA
WQFGLASIVSTIAYLFLSGQVVISAADDDDDDDGNAHAGVALDDDDDEAVDVEM*                         
>Cowc_CAOG_08400                                                                
MPSAIGSEEAARSSQPPATETSPRPLSNPIPPARDALSQARSHHTGSQAFGRMTSLAARQAAVARHSRAAAPSTTSTQAA
AEVSDRIRSAAIAHSRPSAARPSGASPAPSPGATPSPSRGPQSRSDAARLFASTPWSGSLTADLRRQLVNLSTEAMRTLA
LETSPGGILQTRTRSGMLEAISRNLDANPGSLATVQRHLGLASSSPSQQAPTRAHRDAVNPAPSTVDLQRARNVLLQSAL
GLQQQSVPQGPSTFFQALQASSRAPTPDRLGYFSQHAPVYGFESNPFYPCVAERWRNPLFAVHFAAGEAEAKEVVLAPQR



TRDIEAIRTLHGDSFRFVLRICPLHKSYTHFKDGRLVFHDAMPQDCEIVLNDTVIKHSCESTAIKHEAFDVTQFLLLPLS
KLKLRVSSSRFRSLYVALHFVDVVTPSLLLSKFVAAAQSSVEECELKLSKILHATNGEDISSVDNILPLTCPISKTRIRT
AARFANCSHIQCFDLGNFLQVIEHNALLKCPICNNRVPDSVQDYFVIDKFVSNIAAQANQSILQVRIQPVGNRVQWDALL
PTDASHQSPAALAFSGSAQSSETNVIDLTDIDDNAPDDTPLVGVSVKLEAPDSPVLVTASSHQQSTSSNSSSLPSPQYFA
MPSFVSNPVAETAMRSSSNIPPPAIAPRSIQGGMDVGTGGDHDVAGESADSDENDNELGNDDSQDVQSLSSGSDLDLVGD
LQNQLEDDDFAEMSSEDDLFAEASSEDQDASGQSRQSSKRPHLSPESFLEPESDEETNENGSDGPFSMPPHVSRKRARLD
EQDEQDIDEN*                                                                     
>Mvib_comp15323_c2_seq1_fr4                                                     
LPPPQHIRKAATHTAPRNTPYSRPTGTGYAAPLPTTSSAAFLLPAAPFMGSTLSPSSDHLPDLFFHPGFAPLTAFTPIRG
GSGASIPLHFRNPFLPSKRERIILRCLILPPGTKQWVDRYPKKWTYKMDSTTVTNYPHFPVHLSPLKVGCPPMDITANVN
GYQQGGLVALSIILHENIDKFSPNFVVGTTRLDEPLDLLPRLTTLSMDESRAKALLLIGGDTTDSDAVSVIESNLPLLCP
STLSRIETPARGQYCSHLQCFDALSYLQANWRVPSWRCTVCNQPLPLSQLIVDTYVKSILNSPLTSNQDEVIINPNLTWA
IRDEEQPALSTPAAAPAPAAAVPPAPSSPPPPTTPTSPTAAAAV                                    
>Mvib_comp15323_c2_seq2_fr4                                                     
SLLSLSLSVSHCSSIFSLSVCLFQPHFPVHLSPLKVGCPPMDITANVNGYQQGGLVALSIILHENIDKFSPNFVVGTTRL
DEPLDLLPRLTTLSMDESRAKALLLIGGDTTDSDAVSVIESNLPLLCPSTLSRIETPARGQYCSHLQCFDALSYLQANWR
VPSWRCTVCNQPLPLSQLIVDTYVKSILNSPLTSNQDEVIINPNLTWAIRDEEQPALSTPAAAPAPAAAVPPAPSSPPPP
TTPTSPTAAAAV                                                                    
>Sarc_SARC_11693                                                                
DHFPEALRVQIQSHSKDYAEPPLKKEKKVADTPKDITEHVRLHDLNRVQLRASSRLSFHVCIQLVQYSSVETLIRKVRVM
TDDEGYNAWQKILKPILDMDTDSDISSGPSQISMMCPVGCIRMQYPARGKNCPHIQCFDARIYISMNERRPAWMCPVCNR
KVPYDDLVVDGHYQTVIAGTTADKVYVKPGERECPTELDKAKATSIPGTPDSISDEKENIEILDDGSTGGSATPPVKAEG
TQQSTKRSTPGKASATPDVIDLCSDDDDDVAMSTAIQAALPRDTSTRSSNIKRDPTLTRDYNATLLQQLSNLPTPRIRMS
QPRPTHLARDSSAINRTGSSANRLASINDRSASNPTTTNHSPLSHMSALDNFSAPSDSPVAGHGVAQTRQPAGNPYLGLS
SASAHVRTNSSHNFLNGLSTDTFSLQPRSTGLLSSMDIPLLGGSDGADGDQAQLPLDTVSAFYLSNMSKTTDDNTSRYSL
PRDNGFEFGSGLENEIGSTTANRTRSIRVGGSIGSQSGLSPNPNPNPNPNSNPNNRNPDTSGGLGLTAPYVSGGESMSAG
STPRFGEFGTSVAMPFDSTMPFSGSANSGEGGGSVLFGTWGGLGHGSSAGFAADQNARHVSEDTGQTSVSKFGTLRDSVS
DLRARAARGGDERIPEHSWTTTSVTDSGGRHRRITSGDLASGTVSERSMNDIMTDATDAELSSINGFRNNLSTAGNYPLR
DSGNRQGNNSNIHSPIVYDYPALGPSHNTNNSNYSMGSTSGGGLNANRGSSRGSFATPQGIVFDGLPTDHGMANSGQLKS
TNAGAYTQATGYASTKNSTGEANASSKRDININTDMNSRFMPNNVSANPPAGPVTNTWANRNAGANESDSFICLSD*   
>Cfra_g5303                                                                     
MLLNDEDIVELERKFGHGLTRADIVQRLSSVDGLKQLSQAQLRDTVKVLQYRLQRTILLSGKKNVLVQRIARLLLNKPSS
DVDSSSINAVVSTGEGTVPCTAQATLVLKNLNDTVARLPIQVSTTGNDDHGEVKGTEPATVPLCSPLQHHLDTTRSPLCV
QLGVVALIPFGCGVSDGGCTRGAFELPSLHQGDDKLHVSSARFHARLIPPHTSKSSDYCQPRWSDGFRLFIHGEEVPHPK
TMPSKSRKRKAKDSDGEKRSVTCETLDITSFVQQSHIHTNHSSTNTSPDKMSSAKSDTEGYEIGAGDADCVEVEFYQPVH
RVTLSTTVKDFALETGGHLLIEAVRERTDTELRDLLTAQTFSRDSYPGKQIAHTPTNGASGFDNDGCEMIATNTPLTGTS
LTKCAITFKQMTVPVKGKNCAHTQFFDLKDLRIGANVFALLNPNMIDKDDCDVKQLNQSLNDTNASMANNAMVVIDDD  
>Contig33856_Abeoforma_whisleri_fr2                                             
QQQQQQQQVNVRQYIENQRLLNRQLRAQLQQQQFQSRMKKWNVVNDEHVRAANYDSIENDDDDDIGLSAQVISLKCPLTM
ERMVSPVKGKDCKHAQCFDQTYFIQFIEQRVKARLKRHPSYKPPHLLVNPFDIQRNQLLLKEIEKTVAKCPVCLKPINNA
QNQLVRDELLFSILTEIKKTGSKCVKIVLNSDKTWKPIEEKGDGDDDDDDSGSDGHPDDSAQKRSREQDTDQEHDALRKR
EKISKGDDA                                                                       
>Contig54484_Abeoforma_whisleri_fr2                                             
LIAIPVKSISCKHTQCFDLKSYIESSFATGFWKCP                                             
>Contig64175_Abeoforma_whisleri_fr6                                             
QQQQQQQVNSKPAHSNELEELRRFQFTHIPFYQSFQEALPPFSLMGHSNRIITKTFKLSEELLAKIKSKTHKVILRMAHY
SRNTIRHKPVADKFPEMYGVVINTKKFDRERAGKNSIDTPLDLSNSCVQWNTLEVKCIGKQQFIVKVLVVKYASPDALSD
QLMREQLWTPDIAWAKWDRILGGGDDDGDLCMGNSQVTLNCPVGYIRMTHPTRSCNCSHIQCFDAVSYISLNEKRPTWVC
PVCNKSAPFDSLRVDGFFLSILNETTSSSASEVEIRPGQRGWFSVGSDVNASGKVSARTPTPSNSVHEDLTTPNAKRRKV
EDVDTPELISLSPVSLSSSTSPAPNNSNNSNSNSNNNVSSFFVDLTSDNEDEEVLIAP                      
>Contig62214_Pirum_gemmata_fr3                                                  
DDDDDDLVMATSVVVSPLCPVSFLMMKTPGRSINCDHFQCFDLLNYVTLSLYNRIWMCPVCRIHAPFKNLRKCKLFSTIW
EKIDNTIL                                                                        
>Contig79050_Pirum_gemmata_fr3                                                  
*ISAVSIDKI*VKINKQFIK*LNS*EYKKYTK**TMNNSLISYETINAINRFRILELKALLDMLRLRKTGKKPELYQRVC
EFLKDIKQQDQATEFEQYVHQIRNRQLNPTKRGIEVIGNPAPYMHRKAVKPQVEFEDSPFYDIQDIIFESIQRGGSASMK
SFEFSDAMVYKLRDKGDPNQKHKPEPKILLLFTPQLSAAPGKRKVQLPDSYNITINTEGHLARMRRPKGSIDKPLDITAF
CYINTTARNTINFHWPVMRREAYVARLVFAQFQSPELLVEKTLKEKYVDSDESFRRWTAHLGDDGSGIMMDCTQISLNCP
LMMTRITTPARASSCKHIQCFELLSYLVVNTSRPTWSCPVCNNIASFDKLEIDGYFLSILNEASDDISEVSIEPGKKEWK
AVNRDVSTPNKQNLKKSNNNNNTK                                                        
>Contig75176_Pirum_gemmata_fr6                                                  
NNNNNNNHNNNNDDDDDEIINEMAVISLRCPLTMERMAIPVNGVDCKHAQCFDKKNFIETVRSQVSSRGDVAGLPSGKCP



ICRKSIAFGAGGCTKNLIVNTRLHEIIKKIEIEHPNCMKISLNADNSWDPIPPSDDESDESDDNSNSNIKKERKQNDDDN
NNDDDEVIIID*NGKNILKMKNVI**NVKGIGLVNWNWIIKKRPT                                   
>Apar_comp18136_c0_seq1_fr4                                                     
SHLSRWQACMMIIDNRGVQTNF*FDRSFRV*VS**PFRFQFGYFSYVSPI*ETNRCLYLSTQSHTVSQLRSSETSLALPF
VFRAQAHF*ARKMSAPYHPNDPLARGERHPPAPRYNFAHDFYHDTLVPPLAGNSMPTTYEPPPFRPNIIPERRSEPYVSS
TRERPITQPVNYEPTIGYPAPIYNTQQPTYLYEPQPHAPNSQTRPSYLSPPDMDDFGPRKVPSSLQSVRGSYSDVSGVPT
ARPTSYAPYRPIEEWRAPVRTEPYNTYSQPPPIRQETQQHHNMAQAPVRQSYHSTGGTGNQGNPARSQPLPQYPAQPLDS
NTPKHPPAPVLGPPQPPLHVGPVTFADIKRIQLRRSQLETFLTNPVAPNLYGKLKGLLVRVNAGNQGQHGYVVVQVLEII
PNPGGRPQKLKVMHENGDTDIPISSVSDKELGEEEWARSRNTIKLTSRDLDVLFRNVETVLNPPLSVNINNSYHVNINYY
QAPHGAGKTAPRPTTAKEAPVQKRTYLDVQKDENPDILGFEKRIVSLRCPLSLARMKLPVKGKNCTHAQCFDKTSFYMCS
LQKKSATQIHKCPVCKSHIFGERDLIVDVELAKILKATEHLKGAVNSGGAGSEEDEEEVCMQVAIYADGRWEPVDEKGKL
KRFKKEDGADESGGATESKTTEPPSKKKKVEVVVLDDD*VWSFGNTVLNLIDSCFKLYCTT*W*PLYFRCILTSGTLPLL
LFFIAFNVTLGVIIIVSHNPSNSLQLCWST*CCVHKYVYTFPSYGRPGNRHFNIRNRLV*STFIIRLHRCMLLSPPPLTM
LLVTRGSVVWLCDT**YTWRRLWYTARISIYGSASSIVVFIPSLHNSLATLSALRSL*YPSPVCSYNWY*RDL*CRFICM
HDLL                                                                            
>Apar_comp15243_c1_seq1_fr5                                                     
AKHPRPTTGPRGRALLPRSQQQQQAQPQAQQQRPHTAHQQAQPAGPRRTSASTAAILNQAAVVLSNSAGVGGGQQAGTRR
KGRQQQVAQALQRDSAARNLLLNTRINFNMARSLQVRRTALEALVAQHDERSCRHFLVRVNVGGPQGANYKIAQIDCLKP
DARPPQISLMLDGRLTVIPVSSVSEKEMSEAEWTVAQLPITVEVLWRLVSQNTWAQNHYVQGGNVINYNTNIISLNLYTQ
NGKKEEPPPVPVEKRTYLDAVEDDDPEVLGFERTIVSLRCPISLTRMRVPVKGRNCAHAQCFDRDSFAQVLRQRRAPGQM
NKCPICKSPLRSLDDLVVDEALQKIIKETEKPPKIPVHDDDDDTDDEDGPCMQVEIHKDGSWTAVDEHPNKNKRMKTDND
AHDAAAATPVAAKKEVETPGPGKAPAEVVVLDSDDE*HVHTHTH                                    
>Apar_comp16116_c0_seq1_fr5                                                     
GLRGV*LCIYGFLFVVSGVKHVKVIRGSFPPSQSRQAESTFCRSLAWLDWQEQNTYTVHIVQC*TLVSSNVYSFLSLFWY
AYLVCT*PAMGETHPPVSGEQRADETTAENTWASWTAEDLKSHIFSFHSRYVQELMTRLGFRSKSNKARNIEILLLALES
SQQCETELFRRMQKEIYDIHTNRQPPRKPATKMPPRSSTTSHGHFAKSGPVKNTKPAISFKQTPYFTFVRELVPPTQVST
TVTGSSQRITLTAAEKQALDQARGQRTPTTGQLRMVLRVGPILTDGNEMVDDQFPDLMKCVVQGREATYTGTPLAPHQQV
KRCTVPDTPKDITAMCDPNLPAISLRCHTQSTKATYFLRVELVRYVAPSTLVERLAVLSSQAAYKTWEELMGMNDVDGEV
HAGPSRISLLCPVGKVRMGRPCRGRQCRHVQCFDALLFISMNERRPNWACPVCNKKTHYSDLVIDEYFQGVLSGTNADLR
EVEVGPGVAGWRIPAAAQPASQAPAPKQKTASETSSNAGSNKRVVDLTISSDEEDELPLKKHKPEPQPMSKVGAARTVET
VIIIDSDDE*VLKPYTYRFEGCFENT*RNARARIYGM*GI*RMLALLPKCECHKVCFSCGGVCVYHDSCVS*RSQLVTSR
CLCRYTNPLSIDGASKYKELPVTPNICD*FGCICIPRSTTILNVFRI*FNVNVKHAP                       
>Apar_comp8759_c0_seq1_fr6                                                      
VTYPHDHSSWVEGGLVTVEVVRERSGEELAALCPTLKSNSQDDDVIAIGATVSLLCPLSHSLIGYPVRGNSCCHEQCFDL
LTYTQLGCRTGRWVCPVCRQHVPFEDLGIDSIFQSLLQQSGNGTPLHRVPYTHPST*PRSHPRPRASHQPHRRCWV    
>Contig4880_Corallo_2_fr3                                                       
RRMVSKEQTLAFIAKRHGNDTEDEDMLECKEIISLKCPIMFTRIKLPARGKECNHLGCFDATNYLMMNENRPTWNCPLCH
KIVTYSDMVVCMWTMDVLKNTRDTIGSVEVAKDGTWNIKDEDVTDSEDEDDHDGGDKAKDEAPVFELLDDDEDAPTTQQR
EQQQQQQNNAPGNGTVIQNGGAGHKRKADSHDQTASAPKRPSSAPGSTTKRRSEPEVVDLTLDSSDDEDAQPPPPRHRPR
TSDRGLPIHDSIPGSGLNMSTMGELRQPDQRGPTNRSPARRMTTPADVGLNRMYHAAPSGGNDSNGQQWTSSTANAMLYH
AAPNHQHAPGYR                                                                    
>Tmel_XP_002838432                                                              
MVSPSQVAGSSGFAPLNSPIQTAYFPTTSSQADLSQYRAALSAQTQLQTTNQVQPAQPVQLQQTVGGGPRLELLLPNYDS
YIQREGGPGCQKFNSAECFRFRIMREAIVANDWFFAVLHQLYTLALVNERMLASYTKVTANMPGVALMSEILHDGVKPRQ
KYLTYLSTMPVPLPDALKQLSYYHKYVGHVSRFMADGYKVVPIMRDYYVKRGVAPNVDVIEHGWKVTSPTMCNVIARYIQ
SHVSTGQNVPSPSPNPQPQPQASQRRQQQQQQQQQQQQQQQQQQQMRLQQMQHARQNGQNNPNLVMARQLPGGDSYQLLA
EQQNQQIALNHMALSRAAGNPQGHRPSLHINSATDGFTRDPAIALQNAPDAGLLQAGSPVSATSPFTGPGRQPLAGSPMG
QHSPNALTAPAQDVERRSSVASQGRASRTVGTRQGQPQPQHLQQIQHLQQMQHMQHLQQQQQQQQQQRGMLQIAAQVARD
QRQLQNAHSNIPAGEWNGLFTGPPPNSASLGMPSPSVFPPTFPLPSSQRAHGNLPQNVLQSHLATPPFSPPPPSSVAPPG
RLPLYISLTQFALKDIILDSQRISQTFHWVMGAEAESRLSKKRASTKPGEPTTRPMVQPGSLIYRLRSVKVTDSSRTPRT
GGEWVVQETAWPAHIFIEVNKQVIEVRRKVAWGKDLPADITSYVQAGKNELKVVCLFPGKQRDPSTFVMAIEIYECLSED
SIIKDIKHIPLSSAKSSILGRLSGASDTDDVVLVESDRVSLGVRCPLSFTLLTTPVRGVTCKHLECFDLQNYLETRPRRK
DHEPPFADSWRCPLCRGDARPTELVVDDFLASVLQELMLSGSTDVQNIMVKRNGSWEPVRKEEEKKDGGKVNGTVEIICL
DD                                                                              
>Tmel_XP_002837250                                                              
MSSYHYPERSSLIRYVMSHLIVRQLQSVLKSEGLPTSGLKAPLQKRLTTHIEDLISKGDTSGLERVKNLIYRPESPAPSR
NSTVNYNQTSGYASPAPPMAQTPPYSAPGYGSPSAALSRIHFKESPFYSVLVGLTPLETCPIMTANRHSVHVSVVLSAPQ
LQQISTDKSYRCMVYCAAVDGITAYTKDTDIAFPHQVELRVNDVQISGLNLRGLKNRPGSTRPADITDYLNRKPGHRNQV
TLTYALTQKKFAFVVNYVKTDSVEELVERLRAGASITKETVIADMVRKNEDSDLVATSSIMSLKCPLSTLRIDLPIRSTF
CNHMQCFDATSFLQLQQQAPTWSCPTCNKSISWKALVVDQYFRDILNNTPKTVDSVTIDVDGAWSVAAESSGTPMPDTDS
EDGNGGRDDIIEVSGSRLSKLRVEATPIAPSPVATTSREGSASVPRSSISAKRPASQVIDLTLSDDEDVVRPAKRINSFL
TPTSMSSDGRGGGSGSSSSNGNGSVFPPFDPVVYNGNSHSPVGTPGPFLAGGYGR                         



>Ncra_5458NCU06213                                                              
MDRAGPPPKDKVEALKAIAKNAGVNKTQLQSLCAVNGLPKTGNKPDLVKRLVDAIQQCVARGDGITFNTFYNSFETTVPW
FHSFVASTGLLQQPKPQPPPQIPQTAIYPPVQNHGNSSNSYAMASYGVANGSYNAPKGVSRPLDWYNQQRHDFQFKPSVF
YEIQYRIGEVKDCEPMQQHRQTVSIKLRVADHPQLSNVGNDPSLRIMMYCAAGKNGVQDIAFPYQSELKVNGGEVKANLR
GLKNKPGSTRPVDITDSLRLRPNTYQNNIDFTYALTRESFYLVVYLCKTPTIEELVSRITKKIRAESVVTEIANKANDPD
VVATSQVLSLKCPLSYMRLSKPCRGLNCGHIQCFDATSYLQLQEQGPQWLCPICSKSVPFDQLAIDEYAQGILEATPKSV
EQVTIEPTGKWIEPGAEKVTVPDSAEASFVDDDDLYVSEVLSAANHDFSTPGRSTTGASTTLIGTPMNGSTGGTPSLARS
SNNNNKRSAPEVIDLTLSDDDEPPRPVKRANYGMNAYYGSNS                                      
>Ncra_8731NCU09846                                                              
MPGLPVQAPNGVPVNNSANYNDARLASSISAFLNHRQPAWTGTVVDFSPRPPTAQAPASAVPPAAESASGEVMTPHAGAS
APFRGTGRPRGRPRKHAGTLPHVQHAAHDGTPQHGHENGQEEEAEEVQQQQPTYGQGPPSAQPQQAPQRPGRTAQTAAVL
LSPAPSDEPSPAVSNSRESPSINHNAPAPSYHPVIAARFVHSLNDDNTGSTFTRAGNNGSAPTTPAVPPSVSPFLAHPQL
PPQSTNAAASIPHSPAPQNQSLLAHGAPQRDGQGQGQGGHVNSPPLPLAPHPGERAAKRKRIDPSQPPPPMAYLEFRHVL
RRYSNSPGVKDRIKAGTEFARFSLLDQACIKEDGFFLALHQIYCMWSSRIGVPDGHGCAHEIDRAFQIDQRNHAYLYQSG
NLNPQFYQTWRNQQELEAQNAELITYYRSRVHQVRTGTGAAANGNNSIGNNSNTTPQNRRLSIQTTAPAATGPPMPNSAP
PNQAAFTFSNATNPYSPVFSPGMEAFHNAYPTQNLPSAQHSPPSVHPSMVTSRSPQDLSNPAAQWQQQQLQQQRQQRPLY
PQQGVQYPPHAPQQHGLQSMVITPQLWQQMQHEGALRRQQIPQQQQQHQPQHQLQQQQQPGNQRQQWVTAAMTAAANNGA
SAAQLYAARAQAQQQLQLQTTMPLAAQIAPVRPQQVQAQQNPQIQQQPQNVVPREPAPARTPDIPLVPPLGTTIHPSEYA
YEASDRRSLLMALHQAHARSPRRTVVNGESERMYQAVKELVTKPTQLAENVRIYTVPFEVTDEQYRLRVMTDRRGVAIAV
QPHQSLRWRIRCCRINNHQKGVILDETWRATQSNWPDIFISFNGNPLEIRRKPHFGKDLSIELTEMIVSGKNKVEAVIQN
APSPNFFIAVEMIETLRHSTIVDDVWKNRLIPESKTLQIIKDRLGGSGADDEVSVAVPYLSIDLTDPFSSVMFHTPVRGG
ACTHLECFDLETFLNTRQVSKVPCGHEGRACKCPPQPTSPDKWACPLSGCDKIASPYDLQIDGFLLKVRKELERTGRKPQ
YSKALHVEADGKWTVVVQDDDDDDDDSDGEDLEPRQKKIKTASATPAPAPSVAGSVSRRSGPPSNVEVIEIDDD      
>Scer_SCRT_00123                                                                
MINLEDYWEDETPGPDREPTNELRNEVEETITLMELLKVSELKDICRSVSFPVSGRKAVLQDLIRNFLQNALVVGKSDPY
RVQAVKFLIERIRKNEPLPVYKDLWNALRKGTPLSAITVRSMEGPPTVQQQSPSVIRQSPTQRRKTSTTSSTSRAPPPTN
PDASSSSSSFAVPTIHFKESPFYKIQRLIPELVMNVEVTGGRGMCSAKFKLSKADYNLLSNPTSKHRLYLFSGMINPLGS
RGNEPIQFPFPNELRCNNVQIKDNIRGFKSKPGTAKPADLTPHLKPYTQQNNVELIYAFTTKEYKLFGYIVEMITPEQLL
EKVLQHPKIIKQATLLYLKKTLREDEEMGLTTTSTIMSLQCPISYTRMKYPSKSINCKHLQCFDALWFLHSQLQIPTWQC
PVCQIDIALENLAISEFVDDILQNCQKNVEQVELTSDGKWTAILEDDDDSDSDSNDGSRSPEKGTSVSDHHCSSSHPSEP
IIINLDSDDDEPNGNNPHVTNNHDDSNRHSNDNNNNSIKNNDSHNKNNNNNNNNNNNNNDNNNSIENNDSNSNNKHDHGS
RSNTPSHNHTKNLMNDNDDDDDDRLMAEITSNHLKSTNTDILTEKGSSAPSRTLDPKSYNIVASETTTPVTNRVIPEYLG
NSSSYIGKQLPNILGKTPLNVTAVDNSSHLISPDVSASSPTPRNTASNASSSALSTPPLIRMSSLDPRGSTVPDKTIRPP
INSNSYTASISDSFVQPQESSVFPPREQNMDMSFPSTVNSRFNDPRLNTTRFPDSTLRGATILSNNGLDQRNNSLPTTEA
ITRNDVGRQNSTPVLPTLPQNVPIRTNSNKSGLPLINNENSVPNPPNTATIPLQKSRLIVNPFIPRRPYSNVLPQKRQLS
NTSSTSPIMGTWKTQDYGKKYNSG*                                                       
>Scer_SCRT_01548                                                                
MASVMSNNNNNNNNNNNNASYMFTNPLSNTGGGLINEIKDAINEMEQLKVLELKQICKSLDLSITGKKAVLQDRIKQFLR
KSCDIGHIDPWRPKAIKILIAKVRINSSLPKYSTLWETLKTGAFKHPVASGQLPVTALQSTALPPYSQQQALAYSFTSPF
YKPIVQIPDANKKLKQSAGRGCTKMKFKVSKSNHDLLKSNKSYKLYLFSGFSIPFIYETVGHEAIDFPYPCELVFNGTKL
EDNVKGLKKQNGTGNPANLTPYLKVPTEMNHLDLHYLNIDKEYSISCFIVEVFSPEALLGKILKRPKIIKQATTAYIKRT
LNEQDDDDIITTSTVLSLQCPISCTRMKYPAKTDQCKHIQCFDALWFLHSQSQVPTWQCPICQHPIKFDQLKISEFVDNI
IQNCNEDVEQVEISVDGSWKPIHNSSAVITDTVNQNHSVKNENQGTVKQEQDYDSRNAFDTNLRNGSNHNEPEIISLDSS
DDEAFIPASKSFPTHVNPRNDQLRADIFPSESEGSSDYNPNHTSTPKGSPTMDQDNYQDAFQMRSFLNQGATTNINDTPT
NNSSINSFVTATNGDSRIFYNRGPSTPLLPAVLQNLTNQTEAQRNPYGPNYNTTAQDRNLLGIEGDLPPIPPVDPNSEAE
TELPTRTTSAAHLPPYIHVSTSGHGDDGKIRKRRHSNVSIYIPKNPYATLMKRRPQANHAIMNKTLAQTNDFNTSAQDNS
EVVDLTSD*                                                                       
>Scer_SCRT_04335                                                                
MGGYLAIVFIPQTNTKSMREKKQKCLKQVRRLSLISPKKYIMPDSIFEQPFVYCGVCHRRTSHGDPLRLTSCAHILCSQH
SPLTSKVCPICRSSDISIINLVESKQLPTDIRIFFEPLPPLLESLYNVSQFQLNGLSKQCQYYQNHCLKLREKCARQQQL
LYQAKIELDSMAILKKRIQELESVLNHNNVSSMSVGVLPTRNSHQNHYQPPPTVDLTVDDNSLEEFEAKSFIKKLKKNSS
LRNSSKNNNGTVTPSTSGRVNKNQPLFMETLNNPNRDSIPPPGMNPNANSNLPNISTIAESTNLNRFSFSPVRVAKGFDG
KLPNLDILTNNGSVSSKNISRLSSASLQPSSPLSSSSNRLILPNSNLKELHHSNTPLTSTSTQFPSALEKLKITRKRNNT
ISGSNRITHNLSSHVRSSGLAFSSSSNALQQSKLPKSNILKRSNSTQQLTNTHLKSDNHQPPRSSNTVLGSSKKNNKFRR
IR*                                                                             
>Cneo_XP_568267                                                                 
MMLRHIGTYRAPSRKTDWSGFDEFLRSWIPSHTVPQLRSFASALVTYGRRDPFMRSGDRKADVIQKIQEAFMALKAKMDL
DAYVEARYHCEVAVGGGWDPFPRTNTTIMVPPAQPIRAHPSVQPPPPPTFGGVPRWSSGVNNNSSGLNGYRSTSGFASGS
VGYGNTSAHAVSSTPSHGPQHALQDWKINPMWKPLRAITSMETLPDISANESHSTYRTKRTQFVLPNDVIEKLKASRESP
QTPPHYSLRLFCTSSDHYRPTSVHARHIPPSTNIPIEYPGNPEVSVDGTLLPFKEKGLRGKAGSAPPFDLDKPINNGVAA
GGRVALVPGRLMGVNVGHRGPTTGKNKTQSKRFFFQIVLAEMTTKEELLAKLNKLEPTKAEHAIEQLRKKQENDDDIVAG
TASMSLKDPLSYMRMTRPIRSSKCSHIQCFDATWWIESNAVHPQWLCPHCSKELRFDDLIVDGYVMDILKVVPDTVDDVI



LEPTGEWHTEDNKYGTASWLASHVKPSSATVEASTPVAPSVPASFSSEIETKPSVCDMNDISSGDGANRGGTGLKRKVVQ
VIDSDEEGDGTPAKSSVPPAGRVTALGSSSSVGGSRTGASTPIIDLTLSDSDDETDEETGPVTSSRAPPAPIQVPRTSTA
ASAIVSPKRPVSAAGTQFHSFRETTSNVVRSPSTSSWPGLSVAGIGGVSGRSSPLNNSSGQTSASASGSATTSHLQPPSN
QYPPISPPHFSDPPPQTTVASPRITALPPPSHIFPSSSPPSASIAPAVPLDHVPPARAFSGPGWVNPLRPNSSSEISSST
YASTTSPSDNRGNERESSGSKY                                                          
>Ccin_CC1G_10548                                                                
MASTELWRDFEQIRDIVAHRLTVDKLKSVISSLNDDCAAGLQKTGKKQDLINRLSSFLDNLRNSRMDSKWQRAKTIINEV
KSGSHIHRISVASLQTSFPSVAGSSSSYSGIKTGGYPSPIIGTSGPSTLHRYDPYAPPVPNGASASASTSSTSSRPIAIR
FKDSPFFTIEQQVSSVVECPESTSAMDRRQQTLTFTLNNDQVYKLKSSGSRYQLRLFCTSSVFYSPSRNSGFPCPIEFPP
TCEVRVNGAQITASLKGLKKKPGTAPPPDLMKYVRLSTQQNRIEMVYVNSTQPVQSKKFYLVVMLVETKTVDSLVENLKA
NCRRSSLEVRQKMLESLNDDDDIQAGPQKMSLKCPLSFMRVNTPCRSSKCVHPQCFDAASWFYMMEQTTTYLCPTCERVL
DHRDLIIDGYFEEILQQTDDDVEDVIVEADGEWHTSDNKYASAKWRAGHPVAPKTISPNPVPATTTNGAERDKGKAKNLE
VFVLSDDDDEDAVKRELSPSLSHRHSLDSASHPPPSVRSQSHVAEEVIDLTLSDDDEPQPQPPPPPAPVLKRKATELDLP
PIDTWKKARGDLQEQQPHSTRPSQHHQAPPPNQISPVYRNPPANDIRPHSGFDHNTRLPGVNGYPLPQPPPIPTVPYYSG
RPSLTESRQLPPPPPYPAPYQHQPRGSRWGGQ*                                               
>Umay_XP_759843                                                                 
MATEVASGGFAEYALLVEALRSLTVAQAKALIKDLNNEPEAVCGYIALSGNKIDLINRLIAALTERRNQGDIRGYQKFHA
LILRYKGPPIPAYRNGSFPLPPIPRSATTNASAGTYGGYSATGAYAAHPQRLGVTPTNRAPSITPSYHSPPISTATTTTA
TASLPSRPVGPAGSTRINFRPSPFYEIKQFVSSIVQCPEAPTQSDRKNVPFFVNLTTEQADQLRTSKYQLRLFCTTVEAH
AASLSGRNPATVEFPLTCEVRVNSQPLSINLRGSKKQAGRVPPPNLNKDSMLALKAGRPNRIDLTYTNAPKRHVLVAAIC
EITTVETLVEHLRSRQLRSKEEVLLKMRREAEDDDIEQGAATMSLKCPFSYMRITTPCRSVNCLHVQCFDAYSFFSINEQ
TPSWACPVCQKTIKPEDLLMDGYVDEILKKVPHDEESVIIEPDGSWRTSDGKISSSGSAQATPAADGTSLVEDRSQTQSL
EDVKPGNAKPNGAGRASRDDIVVLDSPSPPPETTVPSISASTSATGPTQPPVVAASSSSCSVETRTAPSVQASTLAVGAT
TAPSVLTSSAAMGVNASTSNAPPSHNGVVPTPSASHSAGGLALAPRCEHTETLDSSTTMGAHNAPTVGVGEGGVIDLTLD
SDDEDSEPSVPRRPAPSIDAHPNPLSNSMNSGYLGHHSISSNNNRGGGFANYASKATSMSARIDPFASAMSRVEATPEDE
QIRRPGKRPRIEAIPTPNDPRLVKGVRPVERERRSSLDALPASYLDVGINGINGSQSNGRGYEAANTTSNGGGTRADGNS
AAARGASGEDDGDDSWMDNANTSDHDQYINEEDWWA                                            
>Mver_MVEG_02650                                                                
MEDLTTITGRIIPGLLVNQLKALIKSLNETIRPAPHLKLGGNKAELIYRLTDFIVKYHQIGDQVVIRQIRQCVRALNQGE
VATIITPVHPGGNGSSYRIPGSMLTSKPNPGQPSSSHGTSSNNKNSYYPQSQPPHQYPPQQQPQHSSLAGGSSQMIKQVF
KSSPFYRDIQTLCPPKLCVEAKDRTLSTPLHFTMQPMVATQMKRDPDFQLMVFCGWADSSPQHPVLMEFPSVCEIKVNGR
VLEANLRGMKNKPGTVSPANITRLCRLENADYNKVEFIYANSTKRYYASTHVVKKISVQSIVAEIEHGKFLSKEKMLQMI
EDRNKDDDIMATSSTLSLKCPLGFQRINIPCRSSYCHHLQCFDGITFFELNEQTPTWTCPVCSRVMHSWEEIVVDGYFKD
ILNSTPKSLESVTVQADGAWEIPASIADQTEVDNSPKKKAVDPASVFLLDDDSEDEDETPQAPPTPVRPTKPAVEVIDLI
SDSEDEDDSEPALPDTNGDSVMQEAANSLQNMAHSSAPHSVKTEIVDKATPTGTEGRPPPEIYSVATSTHASPTASSEDS
PVISTRMVTEGQPGPPPPRHDPVGWDSGNADMFMNALLNPRRKRQFEDTGDTETLATNDARQRIARLNIRSSASSDRSSA
VPSPDIIRRSTSSPTPVPIQDYYFQQSEGEDRRRPSRELFLNAGHYVENGFPGGGTTNPYRRDSPQHRQNSLGSSRSVTK
SPPHHIYNTTMAPHQTDYYNVISRPPSAGPLTMQGRSGSSVIASRNVSGASSGPHYSGSTGWVSPDGHSNDRPYKWPSES
SHGGHSSHMNHRPSPRRVSHDENRSSTLSPGPPRASQLAHHHHHHYHPTYPTLPPPHQQHQRNHSNDEFSLSRQGSTAAP
QYPSHSTNSTEGPHSRPHHHQSSSSSNVYSNGETPSPGEPYPGRPHPNNDANYFQGMRGARAR*                
>Pbla_Phybl2_58322                                                              
MVESNTLLYDTLGSLRVPDLKSIINMVNDKFNHTISTKGRKDEIVLRLSEHLPELVEKCDKAEAKYVIDFMNTAANKKLA
WTYSQGSFKLLEDTTPEEQERVAEEDTLTQPTLPQSVPNSADGPWPKRRRLQDQDQSQQLNERESQLQFNQAQLLHETQQ
NDLTRQHHLLQEQSQQQPNPNQLAEYMIKTPQVSMSDPNNMHQSSTSQGFPSQYRTDNPMLINTKPNSFYRRISTLTHTV
SCPVTPENGRGSKHLNFKLSLQQVEKLKLPRPYDGRSIFQVRMFCIAAPDPDQTDPTAESLIEFPPMCELRINGHIIEGS
SLRGLKNKPGTVHAPDVTPWIKPFHLNKVELLFANTTKRYLACMEFVERSTVNALVEDLTVNFTMSKETVLENFKNTNSD
TDIVITYATLTTRCPIGFSRIGIPCRSIACQHLQCYDLTTFLSMNEQTPTWKCPVCSCSISSHRELFIDGHFSDILSRVG
KRIESIQIDSNGEMKEGSGGGNSSEDDGEDCADYDSDDNPITSASPQTNLRKENNPANPSPAILCIDSDSDNDNDNNKGK
GKDNIKVKDNDKSECECECQSKSKSKSKENEDVNRNDKEKEKGDDVKAQPKPLKSNPSCSSAGSHVTSNYNHQDQKSRSL
RRTEKNKNRPLVIDLTTDSEEEDDEDKKVIVKT*                                              
>Pbla_Phybl2_157450                                                             
MSCADIFSGSWTQHRSGGGGEDEDDDIVVGDEFVSAMDPILLSRMEHPARGIYCTHAACFDASIFYSLVARMKAWKCPHC
FIQIKGIQELYIDYAMKRALMKYQDSDRLVLCGGEYFADVNISISKTSDTIANHDSSDSEDEERPSKKSRRASVITV*  
>Mcir_Mucci2_109973                                                             
MNINLYRRRRLRSTQPILTRVQIKDLGRIIGYTSFRQSVEFLMDPYNYFKLSKVKMAEIHNYLLEKGITTEKCPNSHIRQ
NDHSRVLISILFPGYPIIKASEHHYQDLRENRSPQAKITDLAYDKLPTSDKYERLEELFRADVDWFKAPRKDGRYSLDIP
LKKMNRSIVVEGHASSNINVRLFLYLWTSERMAWTPTADIELCIDSKEGDCLSDNDRKIYSYGFKHTDITDKSDAIQKAN
RRSTSTLSLTFKFNDKQPSIHHVSVCAVIEKSTDELASQLYLQTASLYIGRAMEKSNRNIPIAQQVQKTAVEILNEYDSN
DKLQLRKTETLFLSCAKAFITEWNEYEDEKKDDQDVEIFSGDEVVSVLDPISLARIQHPARCIFCTHKTTFDVVTFFRFQ
VTSMIWNCPICSVRIRGIQDMYIDYQTKQALIEYPEEEKFLRESNDKYRVVPDLSENKTTASMAEKRPLDNYQVISIEDD
ETDRSTKRAKNA*                                                                   
>Mcir_Mucci2_83771                                                              



MSNNFEAVNNTLSSHSRMVVSGRKEEIILRFTNFIVGLISNNKRSSIATVVRIVNDTAPRKLAWKYENDEITVNCFRPRV
GRDRPGQAIEQLDFKQSPFLKPLVRLASIKVCPGTLFQFTLTDENRQLLATSNAVDDRPPYQIRFYCSQYNGNTSNLLVE
LPSVCELKVNDTVIQGSILRCLKGKPGTVNPPDLTIMTRKHALNNVELIYINSEVPFIASVYLVERTPVAKLIQTMKEER
LVTKEQVLEKLQQTQEEDEIIMESETLSTKDPLAFTRINTPIRSTACKHLQCFDANIFLTMNEQTPTWSCPVCYRRIESW
EDLFVDEYFMEMLHNTPKHIDSVRVESNGHITIIDENPDLADEESEEEEELNDKPEEKEITTILLDDDDDEEDEVGKDAE
AEADKQQEAAISNDTIPNIASTPETSTANPDANASTSRERIAMSESSEAEQPPRKKAKSDVIDLTLDSGDEGDGVEATSA
H*                                                                              
>Mcir_Mucci2_113723                                                             
MNFTLYKRRKLRQKPNILTVEQSQELGHLAGNKLMKNVTDQGLIPINLFRLRKRKLEAIYSYLFNHQLTHDKEPAIEALQ
THQLAEYLLNTIYPGYPACKAKNLAYTDYRECREKEVGQISPLAYDYVPTTEVYDRLDEIYRVDVNWQEDYKSVPSVDMS
VPSIKKSLERIRVAHNDKSTDGIEYHLCFWNSTRTLIKPQCKSLKLNSEEIWTEQKEKVVSEGFMHIDITDELKKCLARQ
PRKKDNTHPHDNSIASNGASPHVASHHSSTKTRALEMAVSMATTTPTSVTDQTKPIEDSPSNNQKSKPTPPERMITLQVE
LHDNEELNISHISISAVVKKSTNEMVCELYLQATTECISRSIRKSTFPLDTQQIIIHLLKQYHQAEGPEAKLKNAETIFM
TCQSNTMLSVSTEISSEEEYEESELNETVSLIDLTTGKRIQHPVKSLHCRHRTCFDAASFFNHHADIKLWHCPICLVHIK
SFEELRIDYTTKEALNRHPDEDRLFIFGDTLISENELFGEASLLMDDLNDRLIIEIDDDEEDAPVQTHQETHRLGKREAH
NNRNESSESQSTQKRYRTLTHVM*                                                        
>Rory_932                                                                       
MTEKLPTTLFRLKKRKLEAILQYLVDHHLVHNKNMFKDNLQTHQLAEYLLSLIYPGYSVSRAKNFAYTNYRECREKEMNS
LDPLAYDHVPTTEIFERLDEVFYVDVNWQDERYTPCIEIPISVLKRSIDRVWTDEKQRTVKEGFMHIDISEQIKLCIQGK
YRNNSTLDHTKPKLPNCQSIQIQFELENNNEQNISHISICTVMKRTSKELVSQLYMQSVTEFIHKSIYSSPYPLITQQIM
IKLLRQQESAEDTFMACMSGTIDDKIEQDEICMIEAVSLRDPTTLKRMRHPIKSIHCKHRSCFDANDFFDYHSNLKLWYC
PICFVQIKHLEELKMDYVIKVAVEEYDQEDQVYVIQDGLVVSKSELFITQASSFDDSNYHITKKLRTLTHVT*       
>Amac_AMAG_13972                                                                
MQQLARGKASLKLIEALQLVARYAIDFCTLHPLSRRIGGPDRHALCSPAWVQWGPVLISRVQVSLETELHLSMPVTTTPA
PPAINTKRPSTTALVASPAPPAKRAKQTPVAIAPAPPTPQNAPASTRTAAQPTPPVASASPAAPTHVIVAPAGPVARSPV
AAARATPTIPARTPAPIPPAGHSTPAAPTSSAVPAPHGAPKPAAAPARPASPAPSPPAPRAAPAALPAPAPHIPPATPCP
ASRGPAPHIPPTAARPVPATPNVPAVAPPAAPRPPAASPAAPRPVPAAPAPNLAPVPPTVAPDTRNPLPTIRAGYLPPIA
TGWGTLHWNEIHWHIQPFFEVQKLVAGVALAGVQWYPVSFEVPVFVSQLDPNSRVVLLTTHLNGAFLSRYAIDGRPCHAR
IETRSIEYVAIPSGQRRVNPRFKDFLDLSPDQAHPMDVTDVLDPNAPNQILRVQALPTPGWPFVVAVAVVRKLSVDEVLA
GLAKTRVSVADRVVELRKEATDPSHDLLLSSVTVPLRDPLTMTRITIPARCKVAPHHDCFDAATFLSVNQEVPTWSCPAC
TARLAAVANRTIADVPGVPESLRTHLDGVNLDLLVACNVLDSVVLDDHFAEMLRSAPAAVTSMTLDLVTGDWVVPSVEAE
RAVDVYAALDDEIVVGEEVPSASASASAEGTPTRQPKRGHLSYSAPPALSPFGQVFELVWPAHCPPRGQSHSPALQPDVG
AVDGRHDSGHPRRTHQRAARGTDDSGCVGFRGTTIACWVGNARNSSSSRSSSNRHQSVINLTNRKLGLSSSSSSSSPSSS
QPSTKRAHRALSPAPSVPTAPSVAPGAGRTPAGPPAPTAPAASPRAVGTAKSTTKSADSLAQIATAWGPLPWTKINWRIQ
PFFSAVKVVAGTTLAGDPRDPIAIKAHFTDATRDL*                                            
>Amac_AMAG_13975                                                                
MSNSRELDDTWINAITTALTSPRPAAPPPLVRPPAPPAAARPPAPPTSRPYAPGTRPAAAPPAAVLLTRATPYTERPAPA
PAPPRTVTPPNSLITPWGRIETAAIRWRLAPFFDLGRIVATTVMASGYQATSRVTFTIPAEDLRVIAGDQYFRVVLLTSH
VSAAFLSTKTIQGRRCSALMEPRTINHATVNGRIVNQVRNRGMPRKKPAAVHPIDITGAINTNATQQLLEMHSSQHCNDQ
DVVPPSPLVVAVAVVRKTPLANVVELAKRNRLCEADRVASLRRAAEQADDDDLIASAAVVSLKDPAAFTRITTPARSRSC
EHPECFDLDMFLAMNEQTPVYACPVCDRAVGSTDALTVAHVDAPPPSLVEHLGTTPLKYLVGFDVLDDLVVDEHFERMLR
AAGDRINSMTLEVATGEWRMPERHAAAIEVNLDGGDDEDGHRDVKPDLVDLADARPASLLSTGGRPGSSIPVISLLSDSE
DDDDGNAAGDDEDRRANTPALNGEDHHDARPSLAPLQGEDASPPPPPPPQLASSSNVIDLTCDSDDDDDGGYAPPPRPAA
VELVRLAASSPVVVSSPVVPVTAPSPPPPPAAVPSSLPLQAAAAPAVPNVAHAAQLAPILSQPVATTAAPSSTPPVQPAA
IPAPPARTVNGVAASASTATAPAPHPPVSPASSSASSSAPVPVAARIVRNLQAPYAMVFTSPRMRSATPSPTVVPAKRGA
PAEGGAEQQPASKVARLDDEARTE*                                                       
>Amac_AMAG_17253                                                                
MSAERAPAPAAPRTPPSTPSSSRASQPAAGPYSLKWFHARLHDVSNSHLDYLCAKLGLASVSAPAPTSCQLLQLYFGDLA
RQRSPNLRFILSITNSTLQDCPTWTPWTEAMIPSVADALVKEQHGSRTPATSIPGARPPTAPPTTPAVTPSHAAPTPTAT
SSSRNRLPGAPATASSRAAPPPASASSSRALLTARTALLPGLDRTKHAKRKLGSSSSSSSPSSSQPSSKRSRRTIAPASN
APPTSPVPESGWIGGGPPTLKTPVASPRAVAAAKSAANSTASLAPIATAWGPLPWTSINWRIQPFFSVVKVVAGTTLAGD
QRDPIAIEVHFSDATRDLIGPDSRVVLLTTHLNAAFLSQYQVQDKPCGALVETRTIEWVEVDGGQRKFNPNFVGKLGAFP
DRSNPIDLTSLVDPKAARQSIRIKVQHECSIDDPVPACPFVVAVAVVKKVAVEDVVAALDNRAVSVEARVAELRKVTETD
EDLVETSATVSLRDPLTCARITSPARCRATKHVECFDAATFFSANEASPSWRCPICTARLGTFPMLTVDAAPDVPTALRN
HLDEGNLAYLVGWNPLDAVMLDMHFAEMLTSAPPGADGMKLDLSTGKWSALESVVVEASPEAQRSVPAATSDDDDDEIEC
VEVRMSTPPVPEPSRPRRRRRRRRRPAAPVVDLTMDSSEDEDPVHEEDPVEDGLVDEVGDGDEPMDDTGSTTVSAGAVAI
LRALRAKLNTATLAGTDQSVPAAAYFVPLLRYLRYQVLQRRSQQLSKGLHALNDALRVCSEWTPWTDDMILDIADALVHD
STSTLDAVPIKRKPFFSAVRVIAGMMLVGDQRDPTTLEVIGPACRVVLLSAPANAALLSQYPIHHWTRGALVDTRTIEWV
EVDGRRKCNPNVVGRIEPFPDKSNPIDLTSLIDPKAARHMICVKNWLAEHVLTDLETCSVSVETRVAELRKYAQSIDDLD
LVDTSVTVSLRDPLTCARITTPACCNVMNHADCFDAATFLFANERSPLWWCPICMARLGTFPSLTIDDAPDVPPALRTHL
DGASLARAHRGRKPIGGGAGPAAQAVDLAVESGENEERVDKEERPVEDDVESEDESMDAPDES*                
>Amac_AMAG_17257                                                                



MEPRTINHATLNGRIVNQVRNRGMPRKKPAAAHPIDITGAINTNSTQQLLEMHSSQHCNDQDVPPPSPLVVAVAVVRKMP
LANVVELAKRNRLSEADRAASLRRAAEQADDDDLVASAAVVSLKDPAAFTRITTPARSRSCEHPECFDLDMFLAMNEQTP
VYACPVCDRAVGSTDALTVAHVDAAPPSLVQHLGATPLKYLVGFDVLDDLVVDEHFERMLRAAGDRIDSMTLEVATGEWR
MPEGHAAAVEVNLDGGDYDEDIHRDVKPDLVDLADARPASSLSASGRAGSSIPVISLLSDSEDEDDGKAAGDDGDRRAGT
PAPNREDYHDAPASPTRHQGETASLPPPRQPPPPLPPQRASSINVIDLTRDSDDDDDGGYVPPPRPAVVEPVRLAALSPV
AVSSLVVPVAAPSPPPPPVAAPSPPPLQAAAPAVPNGTHAAHPAPVPSQPPAPAATVTAPSAAPPVQLSTMRAPPARAVN
GVAAFRFDKLTAPAPGSPASPPQVRGQAPVDPSFCGENRGQFASPVREAKRGAPADGGAEQLRASKVARVDDQARTE*  
>Bden_Batde5_86581                                                              
MQSNRMDHSYLSHVVLNKMVVSQLKQVIDAIGVSKTGLKAALQDRILQYAQMNDDHFLQCMNAVIKAIGPVELPSKRTIS
SDRVPKSSPHGPSNPPLQPGVRFRLSFNDQGLAGSSTSSDLATSKSYPGSRTMMQCAMSTHNSTLSSGSALQASNTLNNK
FTEFDPSPFFNIKKALGPTLYTSESLCPMTMYFTLDPETKQLLDPKSKVSHSVLLFMGLPSLHRPAKLQYPESTSITCNQ
NHITACHATVQLVENIPIPKLVQNLFLHKLMSKEDVMAQQRQVDAEDDVQTTLEQVSLKDPLSKCRIVLPIRGTSCLHIQ
CFDCETFLSVNQQLPTWECPICYRAAPHSSLFVDAYFLDILKEAGDVDTVEVTPDGKWRVANTADSSTPAKNQNMHTSST
TPNNTEMLIIDDDTVGNIVTNINASLNSATSLQSTPKKASNSDVIDLTLSDSDNDTTTIVKTTCTPALSPTPATVSSFSP
VTTATTAKSLPTFDVILPSFLKDTLLPVNLPLSIIQSPLEMVRQPHAIESSSSHSSNAESSQHMDSLSRQQHPYKRRSLG
RNIELVYSDPSLESPTGLLYTPDHLYQSPTGGNHPKAASEPRPNSHRSLSFRNSTHKPGQARQRVYRPRSPLPLPLQEIE
MYPQYWKSNDRLPPPPDETIQLMTRHELPTTMDGMNTTLTALLSNQHGADNGGEHLNSLPTHSHCDRGDYRSSDGKYTRT
YTTHNGTAPHEPTYRMDDSLSRSKSRLEQYVSRFQ                                             
>Spun_SPPG_03143                                                                
MTPLSDIQMETVPKTPEEAHAVAEFYRQKYEQSLKLARSLSTTVKTAAPIRSPQQALLPAEAGISAEASRQYNGSPSQQA
TVTGTAGSPASAGPGKDAVPLTQSSWTYPSSRTPSQPTTSASFPGKTLSNAIINSAAPIQIHPSQKTSPAGKNADMQNAP
ASSQAAIVEPACYAILPSLYPSKPIPHCVHGSVEHMAAFTASISEQPPGSARRVPSSDVLVDSISPDLTTQDAGTAFLGS
HLPLVTKAHRWQSLSGNDSTVTDAGSASREDSMKTIPQPDPQQMPAPQTSQATMQHTSQSQQASFPAMARQTHLQGYLIS
NNIAAGMHFANAPHSGEGGIQTNVQSWTSLAPGRSPQVHIPSASGQFPNALNQQSHFIGLTCVQGSGSIAPIWYPVNLVH
AQGMAHLPQAMLANPTVTPTPDRSAAFASVTHAQLKASQSSVRQLRPADLSTSGSLKLAAQTYQSQHTPPAVSNTRDTAG
AATGQVRPTSSGTVADTTSSGTRPNHYQQQQVARGLYEGTSSGSSTSHVNDNGNSRQRCSTGGKSFEKIVKRAAHVHQQE
SQLREMYDDLVTKERKLHEELHQARYRRLEMEGRIMPQQPKSIQQRIEPRTDPQGTASARSQQQAATQKSHKNQPPVIHS
QQPVSRTPQKVRMQTVQSQNTPTVTTQTYQGETQVSPPQNPPNSTFQHNPGPLQVQQPLGAPSTQQHQDYLKEWTGYRRR
YAQLASEVTGFLARKRPDFITPASVIRWLRELGKLLEGVESYSIATKELAWFCSVENAYSWMYAPYLKADLMGCFRGLKL
PVYFAQVYHVFTVASQFSHLMLPELLDVVMNGLTILKQLERVRVLDPDITPWSSNFKAKYLAVMELRLRQISKHASTNGC
ESSIQKGVQHPQTQPNLGEAPVVSVEDATPKFSELFPIRKCYLRHPIEITPKTTCLSFLITVTSSLYTIIRMQDAKSGPP
RHYVRISCNRSEDTIETWPSFVSGVTCNDVLMVSDRKRCDGPIVLNAALVAGSNKIALTCDWDGIDEQTRMVAVDYIVFV
DMDEAIQVVKKQRIDFKTSWDRYLQSRTQTHGDSPTALLDLVDPTTRKKLEIPVRTSGCAHVALGAGLLLSDMISNNQCF
DLQTYLKEQLKHRKFTCPICHLAAGVQDLLVDGWIEALLSKTEPDETNVLLKFPAMSSTTNEELPHSGANGDSNARNNTD
ALLLADDAPDVIELRIPPIQRVDRKYILVDTPSPVLTARSGEMMEDVELLPNVDGSEDGAASPAKDAEESLTEMIVDVEN
SGMEVDEGDKTIQIADASVDPSPGMEMEDSRATEDTRGEAEELPNNDLEHRVAEELANLQVYDRVPDKVTVAEDNAQGTA
VQEVEITAPETMGDRILDAVVVAAEPQSSNGLMQSGAGKLPETTFQKTLQEVLEDDEDIELMSGSILTLQPQTVKRPMSP
HIPVTEVRSHPVKRQKLSFLPPRKLTFAQSITTFNPEEDAAQIVQRLGFDVATMYHKIFHTV*                 
>Spun_SPPG_04968                                                                
MSYYAAPYDYFPIHPRFPPPDLHAPPQQHVHPEMHPPEEWCYGPPPPAPPPPMYPPQHYAAFEYEPHIPERTSNLGNSFA
IPKGTRNAMHRVTEMGNNIVLTGKRGRPQSVGATTTTTMTTLTMNTNTTIASTRPGGMAASAGDVPIKSEQPPKKSSTPP
TTTTTSKPTPIPKPSCSSSSPPPSQFLIAPPAWKRMFETARTRAQGESGVAAPVVELASQMLNKRCMTTVDQKRKFVMMV
DATILRRGVLSSRSHEGMTVALYLFQPGRGSGGELVSTETMLCRMRIFVEDTRLLPANGMSNGVQINLLPALTADKFEKK
TVTISVEARPEDFAHGLAMVCLRRLENPMCVSRPCAPVPAPVPSLLRRHSAPVRPAYPLIAPAAVPTKRSASTLSASPSR
ASEPCVPEREEDDAVQVGDQIVSLVCPIALKRIGVPGKGRKCRHVQCFDLETFAKLSRSSPKWKCAVCNDVIDKTDLTVS
EPFLHLLAAYPDAPRCIVRANGSHAPYTEPSRKKQKRNMVVDLCQDEPEKLYWVDRAGQDDSSENNGDVPNGPVDDRDVR
IQRIFHQAAVEAQPSSPPRGVGGMCAGIVSPKFT*                                             
>Spun_SPPG_07767                                                                
MRSLNSLIASVLALVAITQVRAQSVVLGGACDPTVDVFGCQGRNYMSCDPQSKRWILQNLCPTDCLGIPSFAANCGRNSH
GIETSPVSSPAAPTSTAGPTPSTPLPSQSSPAPTSSSDPNGQPNVVPTNGETPLSNATSSGSSRSAAVIIVPVVAGVAVI
AAAGAAFVVIRRRRQKNGYPSKGTEAAHARGHDEMSVKPLFAHGSGAHLNVASVLEKRYTVAHDYEPAADDEVHLRVGDI
VRLSLLFNDGWAKGINETTARLYDNIPGMIGTSGHDLPTGSGTVPRQDEPRSQSDDVPTSTTASQPTSASVRPSTLPALP
PLEQPQQPSSPTGSIQTGLSQTISSINDRQNPSIPASKENSSSCPSMTRDGSSSRSESPKDYCILTEGDLLCLQSQWPFS
RHGGATLERILTVPSNLHALTKDELVELIKYVNSVKGCRIRRTGRKCDLADRLRNTLFPPRSPITTSYASRSSNSYGKNV
QRTIIYPPTAALLENAWSKLRSSYHMENELVAEVISRQFEHPKKEVGTAEMTIDFDSYDSPVWKSSLKDPNYRFLLHIFS
DQARGFLTEATLRRVFKVMVNDFTVPAFIGHEAQQYLDITVQMQANIAQSKFRIHITGPALWWQAGIVSLVCVKSVPPEE
GVSRVYGQTLKAWGVEDIPMTECQPGFSSFRRLHFDSLQVASRLFAEKALSRLDDTKSMGRDGDDDDIQMGNQIITFKCP
LTLVRIKVPVKSKKCRHRQCFDCEAFLTLNQNPGSKWKCPVCGKPVDPGDLLVDAPFACLLSKYANADRCIILPNGNDTA
FDETSQEERAPAQIPQERTLKRKLSHLEDDTVIELGSDNEAQGREKRPRATSPPCSTSVSSPKVHVQIFSPQKKVPGLPE
WSGTIIELD*                                                                      
>Ttra_AMSG_01993                                                                
MSSLAVCVVVTFELVVPLLVCRCRARWSLGTVMVTIMVMVMVMVMVTVMVMVMVMLRHVIYAAPGVSQLKTHALRCSAEA



SLLAIFVGGVPGVTDKMLVAFARWLTYLADLRPPLLELKLPLGLPSGRVDPMVSDGLPGLWGALPEITASFIRSQDRYCM
MRSPWLLIPPLSDEAKLSAIVSSSDRLGDVEIYWFRADDMLKSASHAPVLPSAMAALLHGVSHTHHRTKRGETLCSLADS
AFGVSTQPAQAPGQRQPPAPSRSSPSAAARHTTSSNSAVASADARARMSLAVASALSRRPKPAASQKTLTVDELRSYKFR
GRGSDPFLDYRHERYVLPPYQAMLPVGTRTFAFELNVTSLPLWNFSSPDISCKLLIESRRSPNAVPAVTVYVNQKPITPS
AAHPAPELGKHLIEGRNKISIVRSSSYLPDIIILAFAYAPRIKPEAVGTTLLRKQLKAAGDASQLAGPTRSLAVCDTTIE
VSGAQVAAAKATFLRNNFELPELPVLSVKLSFLCPLAFARMRLPACGKQCTHVSSLFDLVTLLQVMAHQGRSSTPCPICK
KPLSTSDVVVDLFVLSLVTSPQFADEDCEGVVILPDGSIEGAHAPEIEYTAPNPSAAPAAAELAGPSPAPTDASSTPHLP
GAHAATGNPSALAPADTTPTPASALSTPTGASRKRKRVFEAVDLTLDDDPAPVVAPPPKRTHPLSGLFGSPSPEPCVPNS
SSYAPTEPSYAPTEPSYAPTEPSYAPTEPSYAPTEPSYAPTEPSYAPTEPSYAPTEPSYAPSFAPASSLFTPRPRAVPRA
DAPVIVLD*                                                                       
>Ttra_AMSG_03108                                                                
MGDPVGEVFARLRAAKQAARAATVEGGGGDPSSAFADLARVLASPLLDDLATVRKRKIHMALVAALQALAKAAVLLPPSS
PSLASLPLISDLASARLRPLLGAKQSKELDNIAAAFASVAAPAGSTEASSSTTVASARPRPPPISTAREAAAAAAAAWWR
QAEEARHSPRLPLGWEVGAETPPSAMAKLRQAPFSIESGTLYEGLFLDIPFASRVTPTNVDALLRVVQPYSDTTREYCNG
SVFSTCIAPPLLAPIDLRHSRAGSSATYTITIAPSTSLNILRQANAALTARGDDPVFSIVLRAYHRRDAKRIHTWPPGAD
IAVAVNGHWLETAAAGAAELDLLPHLRASNTITISSQHCTCGYLYTVLAKRTISQRMLAAHIVHARPWMDLHAAFGAIMD
IFVSSASSGVTQDSLPVALTCPLSFTRMTTPVRGRACRHFQAYDLESYLAMNGVANQWRCAVCKVDLPVENLAVDPLMRL
LLDLTADPALAPSLNLPAACATTPGPGSGSGSASDDDDDDDDDDGLLDTVYFNAVGIVFADAACSAPVPVINDHPTLVAL
RSGRPTPTTAPPRPVASLHPATSQPLPPAPAAQQPSSSHKRPAGTAAGERPTKAARLLSAKPILPDDDANLIVLSSDDDD
DFC*                                                                            
>Ddis_XP_641074                                                                 
MVSIYFTFSFFGITISLTFFFFFFFFFFFFFFFFFFFFFLFFPFLKPKFPKPTNTNTNTNTNANNNNNNNNINNNNNSNN
NNNNKASQSSNDYYGKFFKQLFNELGLDTNTTSTTTIPTCKNNKINNLNKNNNKNNNKNINLNNNNNNNNNNNNNNNNNN
NNKNNNNKLIDSQIKRYKPYDKSSQKSQQKQNEEEVIEFLNTKKSEIDGYAIEKKENQNQNQKENENENENESENENKNK
NENESESENESEDENESDSDREGEISKSDRLIIQLENNERYNDSQPPNYGIPLHLSVIEFNETIDTSFYIDPVVYDVVKK
SLQLKRLEQISQSKKCRQESIKHLQLIQHSQLIQQLQKQICRLFEKTQLLVPKTQLTIQLSQHISNLYDKTEQFKQELQR
QYTKNRESQQRIQTISPQQIEQLQIEQNEQYTQNNEYITKLQSQHHQLFRLYQTQIPQYQCQQYQCQCQHYQCQQCQCQQ
YQCQCQQYQCQYHQQRQQQQQQQHQQRIENELDDEFDNEFEDEEVKRNQRFEQEVEDRTRYILKKLESDDGIFCEFSIQL
RLYDRITGKDIPYDSSMNLTINGINYNSKKFEKLLFPIENPLIIQDLIDISFLIFPGGNSIKMNIPNCSGILDFQLLEYK
PKVEIMNLIIEKFNKTHGYPNSDSNSDSNSNSDSNSDSDSDSNSNSDSDSDSDSDSDSDTNTPTPTPTPTSTSTPIPTPT
PTTTTTTTTTTTTTTTTATATNINTVNNKSNNNNGSRGDKGDGLEFFRSLFKELRDNYLQRKLNRSENNNNNNNNNNNNN
NNNNNNNNNNNNNTVFPFNITVRCILKNSRMILPIKSENCTHHQCFDLRNYLKHCQKIQLWNCPICNVPAAPDQLKIDNL
TFDCLKLAPPDCEFMTVSKTGVTYRRNDGSQTSMSLYTLYKQYYQSLQQQRVEQQQQQIQQHLQQLHQSQPRFQQQYQQQ
YQQPQQYQPQYHHYQQPQQYQPQYHYQQQYQQPQPQFQFQQQQQYQPQYHHYQQQ                         
>Ddis_XP_643935                                                                 
MVSHRFSTVEQKEIVEGVFSRDQNTFNNYFVSKIFDLKKLKVDEIKAILKIVRHYRPNTRLQGNKPQLLSSLESIAFGPS
SSSSSSSSSSSSSSSSHHNHNHNNNRIAPPTPQYALKPNAIYLQQRLQEIERIHNAQRQLESIYPNISTNNNNSTTTTTT
TNNNSNYNSSNNNSNSNNNFNYNNNNNNYNNNNYNNYNNYNNNYNNNNYNYNGSINSEHHNQASNNFQLQVQKLNGGINN
FTDNVQEPPRQYKDTMQNITRFIFTMQNKSSSDYNNPSVQKKLQLNDSSFEEKQSPFFQELDKLVITSFVSTVTVSFSLD
LETWKIIEAAQQKLLNPSLPPPPLKDDYSIQIRLYNKQSGSDIHYGSDIYLSVNGKSINNEQFKKIRTKSFSNPCVIQKP
IDITHLVKRSDNRVNLQIQNRTSGIMVVQLLKNQTLQQVVEEIKMKSEMEESQSADKRQKKNEDDLEELTYDLTVRCPLS
FKRIEYPAKSKKCTHNQCFDLCSFTEYSNQQQLWNCPICHAVAPPNLLLIDPFFQKLLSQAPSTCEIITIFPDGHWEYKN
ESAENFSDDDGKDDADGGGDGDKTTTTANNIEIVDLLDSDDDGNNNNNNNNNNNNNNNNNNNNNNNNNNNNSNDIPTQTV
STSSVATTMTPSTLTTLDQSATTLDQSATTLDQLAAASTTTTTTTNLGSESVPYDEEEEEEEDSGDSDEFRSSPIEEEEG
EEEDEEEEEEEDSGDSEIYSFYSRAGINAGEDEEDDDEDEDDDDECECGKVHSNKRKNILHSSVYYRNEFLKNAKKNKKN
SDNNNTNINNINNINNNNNSRNNSATDPIVIDDD                                              
>Ddis_XP_641135                                                                 
MHIISRNSPSNYNDDNFGDGNSDDEISEDDFEDTNGNDEFHQGGNHISQVNDDVENENQYDSESSICPLTHEPIVIPAKT
IFCQHNQCFDLMAYITTSCHTGLWICPVCDIDGGPFNLIIYQPVDKHLHNFYGVLDFIGK                    
>Ehis_6_m00479                                                                  
MEQMLKIPDHLDEQADKIPKRIDTSHEYSNGLNNSNQQTINKNGSNINIMVSSLYKIQNTQQVQFSLSQLPLEFFETQHP
QYMINEIIYCSVFNPSFTTSRFTITTPSSQINNKRIILRLFDLKRNKECNEIYFIQTSVNSTFINLDGFYEPLYGQPHSE
PAIVRKPLDITTQCFATKNMVSIMVNKYSPEVVIVACLCSYREVPQLLREVLEGNNRNEAKVIYEMICKKKAPRVSSIEK
EVEVIDLDNENYVLNEKIKEQEDDEKDDIIVGTNIISLRCPLSFCPITIPVKGVLCKHSTVVNAIGFIEYCLKNNYWNCP
LCEKKCYFCSLIIDHSLMKIIKEAPKDCVNVEIDTNGRVIRYINDTGSQCENSEDIEVISSD                  
>Ehis_24_m00312                                                                 
MELYQLLRQPYYEAIKEELEITRDNIKSIDYSKFGNNKLRKAIGLVQVLHSSFPELQKYVNLPILSSTPFEFGLMVKQYF
TQKIEPFPRQYLIQRLYPIFDIFEIVEIGKQIECIVDDSVSFVIVLPNGGEKTTTLYDKDYILHDFYIFSMSYLNCYQNE
YFKRLDYGKHSLHTSHNNTLVLFRGKENSIDELADMIKSETDNYSSFHYNSHEIIKLFFPNKLYYPCKGRNCKHTQCYDI
ETMISHVVQYETCPCGKRCSFNEIVIDSHFMEIMKMAKDEDWCVEVNNDKIIQFYNYEDGKDLNVAIEID          
>Ehis_49_m00176                                                                 
MKYLEWLQQNKETEIYKILKLNKEDYPFEYLFQESGEILNKETSKLISLRSYLFSIPMFHYLQPYSNFISLIDFGKYLCN



ELNKEVPSENSPQSITHQPLNTSLKRTSSTRSSLTVFIPIKKTVSSNSLEHDLDLLPNQEILPSKSYVTSVSEPNQVIPI
KPKLPEIHHPIIMSLVDQLPVMFKETLLSYYTLSKVLYIIQPKQNFETVNIRQNAFIRVINNSGIDVSAYVTIDKTDYLF
EQYNEKTKYKVIPYPIKNGIYKIKSNETIVIFTCNQENPSVITDRLINEINKEHRYTDKLVGDIINDGEMELEDRVVISL
NCPFSKCRMNNPVKGKHCSHNFYMDAISLITSWKHKPWICCFCKQVCYWEDVELNIRLQEIIQKAPPSAEFVEIINGCVN
YKDKNKNELLSTNDVIDVDSYPSIIDVDDIDNTDCTFNNNIENKQNLSDSTQSERKSIDNDCTITKIKSINTFHHSTPTE
ENFSFQYDCEDDYDYTSDETIENNPDKINF                                                  
>Ehis_77_m00162                                                                 
MELALPKEYFETISPLIIQKRVIAYNRFNRAADVSVSSLSFEFKNGEGIFHKRDPSSFKFKLLEESGGKRRVQLRLFDLT
TKENLPPYLLAKITINKSSFELSKYFARPKLIEKVNNFKIFNCIDVTDLLKEGKNIISVVSKNIIENGIISLVDIENLGI
NECVQSIVSKCGRSTELQSVDLEEMDEEMDVEEEQQTISLKCPISYQRIVIPARGLNCSHLACFDLENYIRNSTTKQCFN
CPICYKPLPTKEVVIDNKILSLLRQSSDDVSMISINSDGMITQIHDTTTNDSLEKQTDLEEQKYLKKQVTLSLPKISKSL
FVFPFQTTTTIPHLSKEQATKPKITQLKRTFAPNTLNQVIGNSELSNIDKMTKGIAPTKKLQLNHMPQIQSLFKGKGESK
DDPIEL                                                                          
>Ehis_78_m00166                                                                 
MNQKGTKKVYQIITKQCLKSIQERLFMDSDNVEQFITQESLSKFSDGQLNFIIGSIKESQKDGIFEQCFDFPEFYKPRDK
FIAEVVDMLNAEIEVLSKRPSISKTIFNFKELKHNFLSQNNVPIRINKEENSILINGNEENVITLVENNVINETGRKINT
KTETDESERIVNEPFEEKEDKNPKQSLVKKRQKKSNTIDPIIEEIQHHYYRRRRLTRSLKEVQIGNEEVLKTSQHSHKKR
NCASSPIFQEVNIINSSSSSNEKEFETHSESKESSVQVIEEDIDILTNEKNNCLLAKDRKRKIIPIKEAQAPLKEVKCYI
KQKTLQKKMKQIKKKQNESNSIIVNDGMDMEMEMVNEEAKDFGLIERIPELCNKFKIPFLFFKSQHPLYKIKEIYSFSKH
AIRVYDHPDSSEYYVRFINENGNDVFLYDIHVNGKVFNFIKPNHFEKEYETANVVIPLNLQFDKNGICNISIFDDNTYIV
VMKCEIRLKKDIINMVDFSSHLQELKEICLKYQVPFDEIQIKDQYEDDDINISFDVPLICPIGLNRIENPVRGRACKHIT
CCDLKNVISCCLYTNVWNCPICLMKSYYYDLFIDSRLKYYLSFVPESIKKVLFIGNEIQIKNCELESEEEVRLNLE    
>Ehis_364_m00045                                                                
MSLQGKIEIKTIQRIIAPTFYVRSIDLDENMIRRNGTKSTLSINVSFPPFIYSSYDIQTKKSLRFVQRFESSNKKNRMQL
LIIDKDMKVIHPSNIRIRINNETISTNCFGNIPKKGTAFIEGIDITDFLFMGKNIISVETLYDNTRVVLFEGLALTINQT
INKLLHEIPHGKFVPDVDLDNDDVDDEIIEEQQVLSLRCPISFQTIEIPVRGKRCSHLRTFDMKSFIETAQKSGYYECPL
CSEPIQPSDLIIDQQMESILKEMKDKPNVEEVVVTQDGQILPKVEENNESGDDEEELRLLKKGKEKREKEFEPFGDKPLQ
FKPNAPPPKETYYDRRITPIPNPFIPEKRGYLDLPNERRNELCSQQNQMPLYYVSPYNSTQSPRQGIPLTNPQHYPYNTS
EYHQRVYNYQNSPNFYTPPPYIFPPDEQPLNYQLNTPYNYIGSSTNPHYRPIRAYQYPQRQYFIDEATKPHSIGSSNTYR
NNFQNAIRTSNTNIFRNYDQPQQYDDTFTTTQNDDTLPNVTHSTRLETMGGSPDDPICL                     
>Acas_g5331                                                                     
MSATSSQGASSTAASTSYAAQLPASVRAILGDKDLDYLAAQLGSQHERLVTCLKSESNLAYFKVADLKLLISYLKGKLKK
NIKISGNKCDLAQRIAEELFPSGGAGSDDGAGPTQTTLSGYGAMQSSSSYESAPPAKRPRTAPIPQPSVNYNAKLVIMPP
NSTVNVNLYMHPPHSYPAVPHAPTRSPPQLYNEVTFQQQQNPFYRVLKQVSVLSFGPKGRTATDRSQQVRHVFNLDLPTL
QELQNGNERKLGVHIRFFSTLKQSDIALGYDSNLRINGKPVDLTKNYKKIRSKHIQNPFITPCPAEVTGLVGQSNMLEFS
NQKNISGVAVVQLIQEITAEEIIPSIARSSPEYKKPASIGDVEETKVLVSLRCPLGYCRIEYPARGLRCNHLQCFDFFLQ
FCHQQRLWHCPVCNGSIPFHELLIDEYFNSILNSMDSETMKAEIHPDGTFTKPDKSEKKQRLAGSKRKEVGVQEIDLDAE
ATNKQRDSAEGEASPAAGLGQELILRPVASREEQRRRGRRRARRRSRXDARIESSSAPVFLIDDHPAPPPRSLGSSANGN
GTGPSGGSQADTIVID                                                                
>Atha_AT1G08910                                                                 
MVIPATSRFGFRAEFNTKEFQASCISLANEIDAAIGRNEVPGNIQELALILNNVCRRKCDDYQTRAVVMALMISVKSACQ
LGWFPERETQELLAIIDLMWNGFSCPENVTSCVNSPVTLISQVIERFYPCVKLGHILVSFEAKPESKMMMKDFHISKKMP
HSPKQKVGLFVVRTEDISRSNCIVHPQGVSFLLNGKGIDKRVNISMESGPQLPTNVTALLNLGANLLQAIGCFGGSYLIA
IAFMDVIPLPNKPLLKDYVHPEVVGSNSDCDIIEGPSRISLSCPISRTRIKLPVKGHVCKHLQCFDFWNYVNMNTRRHHG
AARIILEEVGRNAADVVISADGTWMVETENDEDVELVPETTHDHGDPNSFINLGPTVKNPARDENEMETSTQVEEHNPCL
SEIQGPSNDTHRPASDYTMLNQSHTSTNTLPQLPRTLNAFDGQQFVNLPQVINTRDSPASQALPMTFSPTPSPQDILATN
AANFGTSMPAAQSSQFQGSHVTSLGNCEGRTSDLMARWNHIYGRVQTQFPPAPLSHHHYSMQNQSPSPAQQRPVPSYIAH
PQTFHVNYGENADQRWMPSSIAHPQTLPVNYGGNTNQRPIPSSIAHPQTLPVNYRGNTDHRSTPYSITHLQTLLNYGGNA
DQRPMPSSITNLQTLPATYGGYAHQRPMSSSITHPRTSPVNYGGTPDQRPMPSSITHPQTLPVSYGGTTDQILNPGGAMG
QFSSREFMNLTPANTENWRPQSRMRGSVAPGTGYDHMIIHPTRPVHPQAQTPPAPLSTSYDGADEIQAFIGHPSYPVSNN
ETQAGTSSLPVAEGLGYSGSFWSMPPETW*                                                  
>Atha_AT5G41580                                                                 
MSTAAAARPVAGTGLREKTAASLVNSFRLASVTQRLRYHIQDGAKVDPKEFQICCISFAKGIDFAIANNDIPKKVEEFPW
LLKQLCRHGTDVYTKTALMVLMISVKHACHLGWFSDSESQELIALADEIRTCFGSSGSTSPGIKSPGSTFSQIMERFYPF
VKLGHVLVSFEVKAGYTMLAHDFYISKNMPHSLQEKIRLFVAQTDNIDTSACISNPPEVSFLLNGKGVEKRVNIAMDTGP
QLPTNVTAQLKYGTNLLQVMGNFKGNYIIIIAFTGLVVPPEKPVLKDYLQSGVIEASPDSDIIEGPSRVSLSCPISRKRI
KLPVKGQLCKHLQCFDFSNYVHINMRNPTWRCPHCNQPVCYPDIRLDQNMAKILKDVEHNAADVIIDAGGTWKVTKNTGE
TPEPVREIIHDLEDPMSLLNSGPVVFDLTGDDDAELEVFGDNKVEDRKPCMSDAQGQSNNNNTNKHPSNDDYSSIFDISD
VIALDPEILSALGNTAPQPHQASNTGTGQQYSNLSQIPMSIDPMPVPVPFSQTPSPRDRPATTSTVFTIPNPSPQYSQVH
ASPVTPTGTYLGRTTSPRWNQTYQSQAPPMTTPYTSRKVSVPVTSQSPANVSSFVQSQHVPRVLSQPNNYGVRGLTSSHA
STSRQHPSGPTVQSVSRLSDLVDVDLTVPDTSNWRPRMRGSLVPGSHSTALDHMIIRPSQQSQTSTRLNSSQPVQTPSVQ
TSQAQSPFTTAAYRTETVLGNRNHPVPAPPGIVRPTGPTS*                                       



>Atha_AT5G60410                                                                 
MDLEANCKEKLSYFRIKELKDVLTQLGLSKQGKKQELVDRILTLLSDEQAARLLSKKNTVAKEAVAKLVDDTYRKMQVSG
ASDLASKGQVSSDTSNLKVKGEPEDPFQPEIKVRCVCGNSLETDSMIQCEDPRCHVWQHVGCVILPDKPMDGNPPLPESF
YCEICRLTRADPFWVTVAHPLSPVRLTATTIPNDGASTMQSVERTFQITRADKDLLAKPEYDVQAWCMLLNDKVLFRMQW
PQYADLQVNGVPVRAINRPGGQLLGVNGRDDGPIITSCIRDGVNRISLSGGDVRIFCFGVRLVKRRTLQQVLNLIPEEGK
GETFEDALARVRRCIGGGGGDDNADSDSDIEVVADFFGVNLRCPMSGSRIKVAGRFLPCVHMGCFDLDVFVELNQRSRKW
QCPICLKNYSVEHVIVDPYFNRITSKMKHCDEEVTEIEVKPDGSWRVKFKRESERRELGELSQWHAPDGSLCPSAVDIKR
KMEMLPVKQEGYSDGPAPLKLGIRKNRNGIWEVSKPNTNGLSSSNRQEKVGYQEKNIIPMSSSATGSGRDGDDASVNQDA
IGTFDFVANGMELDSISMNVDSGYNFPDRNQSGEGGNNEVIVLSDSDDENDLVITPGPAYSGCQTDGGLTFPLNPPGIIN
SYNEDPHSIAGGSSGLGLFNDDDEFDTPLWSFPSETPEAPGFQLFRSDADVSGGLVGLHHHSPLNCSPEINGGYTMAPET
SMASVPVVPGSTGRSEANDGLVDNPLAFGRDDPSLQIFLPTKPDASAQSGFKNQADMSNGLRSEDWISLRLGDSASGNHG
DPATTNGINSSHQMSTREGSMDTTTETASLLLGMNDSRQDKAKKQRSDNPFSFPRQKRSVRPRMYLSIDSDSETMNRIIR
QDTGV*                                                                          
>Mgut_mgv1a001379m                                                              
MQVPGAADLASKSQGLSDSTTVIPKEEIVDSYQMDKIRCLCGSGLPTDTMIKCEDPRCNVWQHIACVVIPEKPLEGVLPT
PPEIFYCEICRLSRADPFWVTIAHPLYPVKLNITNVPADGSNPGLSIEKTFQLTRADKDLLSKQEYDVQAWCMLLNDKVT
FRMHWPQYADLQVNGVPVRAINRPGAQLLGANGRDDGPVITQCTRDGINKISLTGCDARIFCMGVRIVKRRTLSQILNMV
PKEAEGECFEDALARVRKCVGGGPATENADSDSDIEVVADFVPVNLRCPMSGMRMKVAGRFKPCAHMGCFDLEVFVEMNQ
RSRKARNKLKAFIFIICFSPLLYLHFLCDLLMQWQCPICLKNYSWEKIIIDPYFNRIASKMRNSVEDVAEIEVKPDGSWR
AKLEGDNRGIGELGLWHLPDGTICASTKAESKPKPELKPVKQELGSDSHAVLKIGIKKNQNGCWEFNKPRHIQGISPANR
FHDNFEDNGQNVIPMSSSATGSGRNGEDVSVNQDGGGNLEFSAVNGIEYDSISLNVDPPHGFIDSFTAAPAGDAEVIVLS
DSDEEIDPIISSVADYQNGQDTGGLQFPAPQHGNPDPYYENASLGIGGSSCLDLYNTNDDEFGTTMWPLPSTGQGVPSFQ
LFGSDADVSDPLADMRHGTINCSSSMNGYTLTGETAMGSAAFVPESSGQHSNVNDGFVDNPLAFSGNDPSLQIFLPTRPS
GTSTAQSDMADRPDVSNGISAEDWISLRLGDGGKTGRKDSAAANCSSSGHELQSKDGGALETLADHASLLLGMNDSRTGK
RERIDSPFSFPRQRRSVRPRLYLSIDSESE*                                                 
>Mgut_mgv1a020020m                                                              
DKLTHFRIKELKDVLTQLGLSKQGKKQDLVDRILGVLSDEQGTWAQKNAVGKEGVAKIVDDTYRKMQGSGAPGLASKSQS
VSDNTNIKFKEETEESFQLEKIRCLCGSTLPTDSMVKCEDPRCNVWQHIACVLIPEKPIEGVLPNPPDIFYCEVCRLNRS
DPFWVTVAHPLHPVKLNITSVPIDGSNPGQSIEKTFQLTRADRDLLSKEEYDVQAWCMLLNDKVTFRMHWPQQTDLQING
VAVKAINRLGSQLLGANGRDDGPVITQCTKDGINKIILGGCDARIFCVGVRIVKRRTLQQVLNMIPKENEGERFEDALAR
VLRCVGGGAATENADSDSDIEVVADCIPVNLRCPMSGLRMKVAGRFKPCAHMGCFDLEVFVEMNQRSRKANEIHAILKYN
RYPELFLSVQWQCPICLKNYSLEKMIIDPYFNRITSKMQTCAEDVSDIEVKPDGSWRAKAEGDRRAIGELGQWHLPDGSI
CASVVVESKPNLELKSVKQEVGSDSHAGLKLGIRKNQNGIWEFNKRDNLSRSLPANKFDNGDKVIAMSSSATGSGRDYGD
VSVNQDDDFSTVNGIEYNSVPMKIDPAHGFNDRVVSASGGDPEVIVLSDSEDEIETLMSPGVYKNAGGIPFPDAHNGIPD
PYYESPALGAGGIYSANDDDFGINMWSLPSVSQTGPGFQLFGPDVDVSDALVEMQHDPLNGSSSINGYTVTAETAIGSST
ALVPESTAQHSDIMNDGLLDNDPLAFGSNDPSLQIFLPTRPSDPSVEQSDARDNPDVSNGIRTEDWISLRIGDGVGVVPG
ESGAAANDLNPGQQLKQKDGALDSLPDNASLLLGMNDNRSGKTSRESTDSPFSFPRQRRSVRPRLYLSIDSDSE*     
>Mgut_mgv1a002749m                                                              
MAGMALTPAPVIGRTLNGGGGGVRLPHNSLNSSGVNALRISAMIERLSRFVNNSSETDASQFLNLCLSLSRGIDFAITNH
EVPSMSRDLPSLVKQVCQNKNDNLLQAAIMVLMISIKSACQSGWFSDVDSEELSNLAKEIEGSFCSVSNFNSEPSCSLSV
ISTIMSRFYPRMKMGHIFSFLEVKPGYYAYARDFQIPKNIKSSPGDQIRLFVVQTDSIETSSCLISPAKVSFLLNGHGVE
KRTNLYMDTGPQIPTVVTPLLKYGSNLLQAVGEFNGNYIIVVASMGEMRKPDSYILQDYEQQAPASVDSDSEVIVGSSRI
SLNCPISFTRIKTPVKGHSCKHIQCFDFDNFVDINSRRPSWRCPHCNQYVCFPDIRIDQNIVKVLKEVGPNVSDIIVSSD
WSWNAVNETEDTTKKPEEDNTFSTGHDSSPQPADVMDLTQTEDAMVAFPTRETTEDVKHFPDARQSQPLTQTAAVNTNDA
NQTGGPLANNFWSDMLMSTFVPPSNVRPNAQIGGNIPIDTFTNTNRELEAFHGSNNALDTTSAANTLPLQQYQFRNTPVN
NDYGRFQSAPRHITRVPNAVQALPAQSPTSVLQRGSVNSHNSFTPNSLSTTAPNFSTASRAHPHQVPPVSSSSLLQHIQV
N*                                                                              
>Acoe_013_00189                                                                 
MAGAIAQQRAIGGGGGGGGGGCSGGGSSNLTAAQMNAFRVTAVIDKLSTHFRPGNRSDSADFFTLCLNLARGIDYAITNN
DIPAQALDLPKLLKQVYHRKNDPQLQAAVMVLMISVKNACKNHWFLVQDAEELLTLANELGRSFCSPADINIEPSSLPHF
IPNILSRFFPRMKIGHVLTSLEIKPGFGAFAIDFHILRDKASSLQEKIRLFVVQTDNIMTSSCLISPQKVNFLLNGKGVD
KRIDVSMDTGPQLPTNVTTMLRYGTNLLQAIGHFSGNYIIAVAFMTVIASSEVTALQDYVQPVAAALESDSEVIEGSSRI
SLNCPISFTRIKTPVKGQLCKHRQCFDFENYVEINSRRPSWRCPHCNQSVCYLDIRIDQSMVKILREVAVNVADVIVSAD
GSWEPVMESADQTDEHHDRTFWQDGLEQCESTRSSATLANVVDLTVEDEENNAMDTCETEDRKPNKDVHPGYPVGGLPVS
SEINNTSDCSENRFPQVEDEFWQGFFHPSSSNFNGTTAPTALESSAANLMMTPALAVSTALNRDFVREAGQARSSIMLAQ
TPAASNLQLQSPQVENSLITTEFGRSIPRYVNRIPIAVQALPAPSQGTSPSNRMRGSITSFMPNGCVASQATPILPSRID
ALNNNSEVERQQQFSRSILNFSSAPDSPSMMHYSTTQNWDHQGHPYISSPLQQPAINQVPVSYRGSSGLPTEHHNPYQPP
LNVGMPQTIGQQGVMQAPTQFLPVQVQHGAQGISGQDAGSSTSSHNRRMATHHTTQVVRSPPAVPVQLQAPRTGSSAPMR
MGSVGEQRGMSMGSVSRADVSNDLAAEPNWRPTGRMRGSLSGRAYSAALTQYMIQPTQSTEIATPLPPPDLSAPLSVSSP
LQVLIANNINSHGPPQQAYTRAGHTAGSLGTNQ                                               
>Acoe_027_00085                                                                 
MDLASVCKDKLAYFRIKELKDVLTQLGLAKQGKKQDLIDRIVAVLSDDQASRSQGWAKRQSIGKEAVAKIIDDTYRKMQK



PGATDLASTAHSGSDINNGKLKEEVDDSFQMDMKVRCPCGNTLPTESMVQCEDPRCRVWQHISCVMIPEKPMEAVPPVPP
QFYCEICRITRADPFWVPVAHPLLPVKLSTSTIPTDGTNPVQNVDKTFQLTRADRDLLQKNEYDVQAWCILLNDKVPFRM
QWPQYADLQVNGVPIRTTNRPGSQLLGANGRDDGPAITTCTREGVNKILLSGCDARIFCLGVRIARRRTVQQVLNLIPKE
TEGELFEDALARVCRCVGGGNATDNADSDSDLEVVADSFTVNLRCPMSGSRMKTAGRFKPCAHMGCFDLDTFVELNQRSR
KWQCPICLKNYSLEHIIIDPYFNRITTMMRECGEDVTDIDVKPDGSWRAKNEFERRDLAQWHFPDGSLCVSTDRDVKLNL
ESLKQVKQEGGSEGHTGLKLGIKKNHNGIWQVSRPDNLQSLSSESPFEEKFVNQCQKVIPMSSSATGSYRDGEDPSVNQD
GAGPFDFSANNGNELDSISLNFDPGYGAANRVPSAPTVNADIIVLSDSEDENENLVSSEGLYGAGQADVNGIQFSVPLPG
VPDPYPEEPGVSTSGLFPCNGDDIGVPIWSSLTSGTQGGTGFQLFNTQADTIADVHHSSTTCPTSLNGYTLCPDTIESSQ
QVSYSVCPSSSNGNGALVDNPLAFGADDPSLQIFLPSRPATVSVQADAREQPELSNGLRSEDWISLRLGGGNGGGESLGA
NGLSSTPHVPSKEGRMESLADTASLLLSMTDGRSEKGTPNKQRLGGPFSHPRQPRSVRPRLYLSIDSDSDMDLASVCKDK
LAYFRIKELKDVLTQLGLAKQGKKQDLIDRIVAVLSDDQASRSQGWAKRQSIGKEAVAKIIDDTYRKMQKPGATDLASTA
HSGSDINNGKLKEEVDDSFQMDMKVRCPCGNTLPTESMVQCEDPRCRVWQHISCVMIPEKPMEAVPPVPPQFYCEICRIT
RADPFWVPVAHPLLPVKLSTSTIPTDGTNPVQNVDKTFQLTRADRDLLQKNEYDVQAWCILLNDKVPFRMQWPQYADLQV
NGVPIRTTNRPGSQLLGANGRDDGPAITTCTREGVNKILLSGCDARIFCLGVRIARRRTVQQVLNLIPKETEGELFEDAL
ARVCRCVGGGNATDNADSDSDLEVVADSFTVNLRCPMSGSRMKTAGRFKPCAHMGCFDLDTFVELNQRSRKWQCPICLKN
YSLEHIIIDPYFNRITTMMRECGEDVTDIDVKPDGSWRAKNEFERRDLAQWHFPDGSLCVSTDRDVKLNLESLKQVKQEG
GSEGHTGLKLGIKKNHNGIWQVSRPDNLQSLSSESPFEEKFVNQCQKVIPMSSSATGSYRDGEDPSVNQDGAGPFDFSAN
NGNELDSISLNFDPGYGAANRVPSAPTVNADIIVLSDSEDENENLVSSEGLYGAGQADVNGIQFSVPLPGVPDPYPEEPG
VSTSGLFPCNGDDIGVPIWSSLTSGTQGGTGFQLFNTQADTIADVHHSSTTCPTSLNGYTLCPDTIESSQQVSYSVCPSS
SNGNGALVDNPLAFGADDPSLQIFLPSRPATVSVQADAREQPELSNGLRSEDWISLRLGGGNGGGESLGANGLSSTPHVP
SKEASLLLSMTDGRSEKGTPNKQRLGGPFSHPRQPRSVRPRLYLSIDSDSDMDLASVCKDKLAYFRIKELKDVLTQLGLA
KQGKKQDLIDRIVAVLSDDQASRSQGWAKRQSIGKEAVAKIIDDTYRKMQKPGATDLASTAHSGSDINNGKLKEEVDDSF
QMDMKVRCPCGNTLPTESMVQCEDPRCRVWQHISCVMIPEKPMEAVPPVPPQFYCEICRITRADPFWVPVAHPLLPVKLS
TSTIPTDGTNPVQNVDKTFQLTRADRDLLQKNEYDVQAWCILLNDKVPFRMQWPQYADLQVNGVPIRTTNRPGSQLLGAN
GRDDGPAITTCTREGVNKILLSGCDARIFCLGVRIARRRTVQQVLNLIPKETEGELFEDALARVCRCVGGGNATDNADSD
SDLEVVADSFTVNLRCPMSGSRMKTAGRFKPCAHMGCFDLDTFVELNQRSRKWQCPICLKNYSLEHIIIDPYFNRITTMM
RECGEDVTDIDVKPDGSWRAKNEFERRDLAQWHFPDGSLCVSTDRDVKLNLESLKQVKQEGGSEGHTGLKLGIKKNHNGI
WQVSRPDNLQSLSSESPFEEKFVNQCQKVIPMSSSATGSYRDGEDPSVNQDGAGPFDFSANNGNELDSISLNFDPGYGAA
NRVPSAPTVNADIIVLSDSEDENENLVSSEGLYGAGQADVNGIQFSVPLPGVPDPYPEEPGVSTSGLFPCNGDDIGVPIW
SSLTSGTQGGTGFQLFNTQADTIADVHHSSTTCPTSLNGYTLCPDTIESSQQVSYSVCPSSSNGNGALVDNPLAFGADDP
SLQIFLPSRPATVSVQADAREQPELSNGLRSEDWISLRLGGGNGGGESLGANGLSSTPHVPSKEGRMESLADTGLFSFLQ
VLS                                                                             
>Bdis_1g48426                                                                   
MAGIAASLPPTAPAPAQQQQMQQQQQAREQLQKAVEMNAQRLRAIGERIRGHFRGGAAALPPAELSHLVYAFARGIDYAL
SGGDVPKMAPEVPDILRKVYQLRREPSIQSSVMVLIISCKNACKSKWFQPADYIDVLRMADELSGNFCTPVSEPPNDSTV
LEIISTVMPRYYPKLKFDRLIISLEAKAGYDILMADFFIHRNLPKNEKISLIVVQKENLGVSSCITNPPHVSFLVNGKGV
DKRTNVSQETGPQFPTDITKMLKFGANILQAVGYFNASYIIAVAFVNSLTSFDAPKLDDYAQPVTIDVPDSDVLEGPSKV
SLKCPISFRRIKTPIKGRLCKHYQVLQEMGDDIINVLLFPDGSWKVDSVHDEKSDRHAAHTVQQNGDAVETDATPSDVID
LINRDDDGDLPMRSASTSEDMKPLLNSQDLSVADYLLDLPISTSAQSEDLHVGGHNRCSTGTSTSGQNPLLSSAGGPVPS
SYGTLESILPRDILQAQPVTTDTASPFQISNSTFAMQQFSQGPYPTMMQMQPRIDSLLASEVARPPVPRNVRREPVAVQA
LAVPSHNSSRRVQPNVSYWPPTPHTLQSSAASSNYQAHHVPNADSIITSMISGVGPLSRAPDGASFLHLQSTQQDMRRVM
GLAAPPLMGTRPAAGGRGQGRGANAAYGTPFSQQHQSFDQRQLNNRMGQMITQLGGAVSQALTNYHYAPQQSQAMRSQVV
SRPATPQAQPRVQSPGLASAVTTPATPLVEASDLQDLQMDPNWQPTGQMRGSLVGSAYDQALDRYLNSGGSQRTGQARPP
GR*                                                                             
>Bdis_2g38030                                                                   
MADLASTCKDKLAYFRIKELKDILNQLGLPKQGKKQDLIDRVLALLSDEQGQRHHGWGRKNSVTKEAVAKVVDDIYRKMQ
IQCAPDLATRSHSGSDFNHLRPKEEVNDSSQPETKVRCLCGSTLLNDNMIQCEAERCHVWQHMTCVLIPDKPTEGVSPEV
PPHFYCELCRLSRADPFWVTTGNPLPPLKFMSSGVANDGTSVLQTVEKNFQLSRAEREAVQRSEYDLQAWCILMNDKVQF
RMQWPQYAELEVNGIPVRVVTRPGSQLLGLNGRDDGPLITTCSREGPNKICLRRVDTRTFCFGVRVARRRTVPQVLNLVP
KEAEGESFEDALTRVRRCLGGGDTAENADSDSDLEVVAESVTVNLRCPNSGSRMKTAGRFKPCVHMGCFDLDTFVELNQR
SRKWQCPICLKNYSLENLMIDPYFNRITTLLRNCSEDVNEIDIKPDGSWRVKGDASTRELSQWHLPDGTLCVSKGDTKPG
VENFNELKIEGTSDGHKSLKLGIKRKNGIWEVSSKVDDKKPSVVGNHTQDNIIFRAPNTFPMSSSPTGSYRDGEDTSVNQ
EGSMHFDLSLKNGHEFDSFPPNFGQTYNTEDTSQQQHNVGEVIVLSDSDEENDAIVCPPTSYDNATANDGGFPFATNGAG
FTERYQEDTGVGTSSLPLLSDHTEGFEIPNWQLHSYPQPEQAFQFFGSDGDAANTFVGSHSFTIAPNEYSLDCNVGVEQA
SVAHDLPVCQNNNEMHGSLVDNPLAFAGDDPSLQIFLPSQPSSVPLQDEPSLNVSNGVQSDDWISLTLAAGGGGNEESAP
ADGLNPQQHIQSKETGGEPLIDAASALPSTNNDRHSGSNLNPKRIENIFSHPRQPRSRSVRPRLCLSIDTDSE*MADLAS
TCKDKLAYFRIKELKDILNQLGLPKQGKKQDLIDRVLALLSDEQGQRHHGWGRKNSVTKEAVAKVVDDIYRKMQIQCAPD
LATRSHSGSDFNHLRPKEEVNDSSQPETKVRCLCGSTLLNDNMIQCEAERCHVWQHMTCVLIPDKPTEGVSPEVPPHFYC
ELCRLSRADPFWVTTGNPLPPLKFMSSGVANDGTSVLQTVEKNFQLSRAEREAVQRSEYDLQAWCILMNDKVQFRMQWPQ
YAELEVNGIPVRVVTRPGSQLLGLNGRDDGPLITTCSREGPNKICLRRVDTRTFCFGVRVARRRTVPQVLNLVPKEAEGE
SFEDALTRVRRCLGGGDTAENADSDSDLEVVAESVTVNLRCPNSGSRMKTAGRFKPCVHMGCFDLDTFVELNQRSRKWQC
PICLKNYSLENLMIDPYFNRITTLLRNCSEDVNEIDIKPDGSWRVKGDASTRELSQWHLPDGTLCVSKGDTKPGVENFNE



LKIEGNHTQDNIIFRAPNTFPMSSSPTGSYRDGEDTSVNQEGSMHFDLSLKNGHEFDSFPPNFGQTYNTEDTSQQQHNVG
EVIVLSDSDEENDAIVCPPTSYDNATANDGGFPFATNGAGFTERYQEDTGVGTSSLPLLSDHTEGFEIPNWQLHSYPQPE
QAFQFFGSDGDAANTFVGSHSFTIAPNEYSLDCNVGVEQASVAHDLPVCQNNNEMHGSLVDNPLAFAGDDPSLQIFLPSQ
PSSVPLQDEPSLNVSNGVQSDDWISLTLAAGGGGNEESAPADGLNPQQHIQSKETGGEPLIDAASALPSTNNDRHSGSNL
NPKRIENIFSHPRQPRSRSVRPRLCLSIDTDSE*                                              
>Bdis_2g62697                                                                   
MASTCKDKLAYFRIKELKDVLAHLNLPKHGKKQELVDRILALLSDDQGQWHLGRGHKNVSSKEVVAGVVDDIYSKMQVHG
PPDLLSQTQVGLDFNHRKPRMEQEHSCQSDTNSRCLCGQPFVLGNVVKCDDCQVQQHMACVLIPEKPTEGLVPEVPAHFY
CQLCRLSRADPFWVTTGYPLLPVRLMFSDIANDGRNVSQSVDKTFLLSRSEMQTVQGAEYDIQVWCMLLNDKVQFRMHWP
QYAELQVNGIQVRVVPRPISQLLGNNGRDDGPVITTLCREGQNKIFLSSVDTRQFCFGIRIARRRTVDQVLKLVPKEADG
ESFEDSLARVCRCLRGGNTTDDADSDSDLEVVADFFPVSLRCPNSGSRIRTAGRFKTCAHMGSFDLQTFVELNQRSRKWQ
CPTCLKNYSVESMIIDRYFNRITSLVQNCSEDVTEIDVKPDGSWRVKGDVEDIELAQWHLPDGSLCNVKQDSNLVAGDVN
QFKEGGSYDGSESSKIGSKGNLDLNGFWEVSKADDIKPSMAVSQIKNIEYNVPNIVPMSSSHTGVYRDGDYLSVSECSTQ
FGLSLINGHELDSFSHKFGQMYKTDDRPQKQLKDADVIVLSDSDEENALVVSPPAAYDTDTANIDGFGFSVTAGRVAENC
QEAGEVGRLGLFSDNSDIFDINPWPMHSCTQPEQGFHFFGTDIDAANTLVDSRNFSDVALNAYTHDCNADTSMVHDLSNC
DGRTKSLVDNLLPFNNDDSSLRIFLPSQPSSVPAREERNECDSMSNGVQHDGWISLSLGAGGGGNEQSETAHTLNPQPQI
PLKERSDAAGSLLSLNDDRYNKDTSNTRAGNLFSHALEPRSVKPRLRLSIDGDSE*MASTCKDKLAYFRIKELKDVLAHL
NLPKHGKKQELVDRILALLSDDQGQWHLGRGHKNVSSKEVVAGVVDDIYSKMQVHGPPDLLSQTQVGLDFNHRKPRMEQE
HSCQSDTNSRCLCGQPFVLGNVVKCDDCQVQQHMACVLIPEKPTEGLVPEVPAHFYCQLCRLSRADPFWVTTGYPLLPVR
LMFSDIANDGRNVSQSVDKTFLLSRSEMQTVQGAEYDIQVWCMLLNDKVQFRMHWPQYAELQVNGIQVRVVPRPISQLLG
NNGRDDGPVITTLCREGQNKIFLSSVDTRQFCFGIRIARRRTVDQVLKLVPKEADGESFEDSLARVCRCLRGGNTTDDAD
SDSDLEVVADFFPVSLRCPNSGSRIRTAGRFKTCAHMGSFDLQTFVELNQRSRKWQCPTCLKNYSVESMIIDRYFNRITS
LVQNCSEDVTEIDVKPDGSWRVKGDVEDIELAQWHLPDGSLCNVKQDSNLVAGDVNQFKEGGSYDGSESSKIGSKGNLDL
NGFWEVSKADDIKPSMAVSQIKNIEYNVPNIVPMSSSHTGVYRDGDYLSVSECSTQFGLSLINGHELDSFSHKFGQMYKT
DDRPQKQLKDADVIVLSDSDEENALVVSPPAAYDTDTANIDGFGFSVTAGRVAENCQEAGEVGRLGLFSDNSDIFDINPW
PMHSCTQPEQGFHFFGTDIDAANTLVDSRNFSDVALNAYTHDCNADTSMVHDLSNCDGRTKSLVDNLLPFNNDDSSLRIF
LPSQPSSVPAREERNECDSMSNGVQHDGWISLSLGAGGGGNEQSETAHTLNPQPQIPLKERSDAGSLLSLNDDRYNKDTS
NTRAGNLFSHALEPRSVKPRLRLSIDGDSE*MASTCKDKLAYFRIKELKDVLAHLNLPKHGKKQELVDRILALLSDDQGQ
WHLGRGHKNVSSKEVVAGVVDDIYSKMQVHGPPDLLSQTQVGLDFNHRKPRMEQEHSCQSDTNSRCLCGQPFVLGNVVKC
DDCQVQQHMACVLIPEKPTEGLVPEVPAHFYCQLCRLSRADPFWVTTGYPLLPVRLMFSDIANDGRNVSQSVDKTFLLSR
SEMQTVQGAEYDIQVWCMLLNDKVQFRMHWPQYAELQVNGIQVRVVPRPISQLLGNNGRDDGPVITTLCREGQNKIFLSS
VDTRQFCFGIRIARRRTVDQVLKLVPKEADGESFEDSLARVCRCLRGGNTTDDADSDSDLEVVADFFPVSLRCPNSGSRI
RTAGRFKTCAHMGSFDLQTFVELNQRSRKWQCPTCLKNYSVESMIIDRYFNRITSLVQNCSEDVTEIDVKPDGSWRVKGD
VEDIELAQWHLPDGSLCNVKQDSNLVAGDVNQFKEGGSYDGSESSKIGSKGNLDLNGFWEVSKADDIKPSMAVSQIKNIE
YNVPNIVPMSSSHTGVYRDGDYLSVSECSTQFGLSLINGHELDSFSHKFGQMYKTDDRPQKQLKDADVIVLSDSDEENAL
VVSPPAAYDTDTANIDGFGFSVTAGRVAENCQEAGEVGRLGLFSDNSDIFDINPWPMHSCTQPEQGFHFFGTDIDAANTL
VDSRNFSDVALNAYTHDCNADTSMVHDLSNCDGRTKSLVDNLLPFNNDDSSLRIFLPSQPSSVPAREERNECDSMSNGVQ
HDGWISLSLGAGGGGNEQSETAHTLNPQPQIPLKERSDAGSSFSHDL*                                
>Bdis_4g26720                                                                   
MWWNVDLVRGMVGGSGDRQGKLQRARRRQLYTIEKTFQLSRLHRDMILKDEYDIQVWCILLNDRVPFRMHWPLYSGMQVN
GIRVNVVNRQATQQLGANGRDDGPVITDYLKEGPNKIVLTSSDSRAFCFGVRIAKKRSLEEFVNSQVLNLVPKEQDGEKF
DDALARVRRCVGGGTEEDKAGSDSDIEVVADSVSVNLRCPMTGSRIKVAGRFKPCLHMGCFDLEAFVELNQRSRKWQCPI
CLKNYSVDNMVIDPYFNRITSLIRSCRDDISEIDVKPDGSWRAKGGAELQDLIQWHLPDGTLCMSTDIRSESNIVVANHE
TKEGPLPKELGSRLKLGLRKNNNGKWEISPRGGVNSMPSYDNDQRRHPESGNGATLTSSTDHENTKDGSYNSEPGQFDQS
TSNAYDLNSSPVGKEQGLIVLSDSDDENVKVLSPSAFLGDSGNLFPVPNPGETSGMLEEQPEGSSFESPFFLGDHFVDLG
LSFWEYPSSTEDNPGTNGTDNLGEAQNCPADQLSLHEPVSSVNLGVAANLPENGYDSDLGVSLSLGCSDESLNNAKSDPQ
KRKNPGDELPALDGKYCSMAATEGDVHRSLLLETIEVHGYTKKAQNDTLYKWKRWRTRELLRQCSFFMWMDSYIEKLQME
GKLQGHVMEEQRRAMAEEGNGKADLPLLEELMGMNEKLTKLIELKKDEMQVAKLFNACIIMLGLILVVRNPFM*      
>Bdis_4g45080                                                                   
MKPEPADVSSALVGEKDKLKHFRIKELKDVLHQLGLSRQGKKQELVEKIAALLSDQQDQVSQMSDLAKKIVAEKEAVVKI
IEETFRKMHEPANPVAASKNQIDPVHSVKPKKKSNDSAQVGVKVRCPCGNSTAKGSMVTCVDPQCNVSQHVGCVIISEKP
ADTGPPDLPSNFYCEMCRISRADPFWVTINHLLLPASIAPSKIAADGSYTVQYLEKTFPLSRANWEMLQKAEYDIQVWCI
LLNDGVPFRIHWPLHSDMQVNGNHVRVINRQATQQLGANSRDDGPVLTDYCKEGPNKIVLSRSDSRTFCLGVRIAKRRSL
EEVLSLVPKEQDGEKFDHALARVRRCVGGGAEADNADSDSDIEVVADTVSVNLRCPMTGSRIKIAGRFKPCVHMGCFDLE
AYVELNQRSRKWQCPICLKNYSLENIIIDPYFNRITSLVQSCGDDVSEIDVKPDGSWRVKGGTEPKALTQWHLPDGTLAK
ATDIGSKPNMGIVKHEMKEEALSEDMGCRIKLGLRKNDNGKWEITKRGDVNLLPSSDNDQTEHFASGNSISPTSSNDHKN
TEDLRPGQYGNPASNVHDLDPEPRDQDIIVLSDSDDDDAMLLAPDALNCTSAHDTGDDTGDPFPPNPPETAGTCEEQPGG
GPDVTSFLVLSEDFDDLGLSFWEYPSNPADDPVTQLTDSPDEVQNYTANHQLLHEPVTGGNLVVAPAANSLEDEHDGALQ
ASLGLTSTDESLNSAKNASRKRMNPGDEIAAFDASVLDDDLPGERPGGTSSSPRQQRSVRPRLIVTIDSDSE*       
>Sbic_05g000360                                                                 
MTASRIQIAGRFKPCAHMGCFDLEAFIEINQRSRKWQCPICLKNYSLENIIIDPYFNRITSLIKSCRDDTSEIDVKPDGS
WRVKGRAELKDLIQWHQPDGTLCVATDTAAKPEICIVKHEVKEEPLSEEVGCLNLGLRKKSKGQWEISKLGDADLVRSSG



NDHSRYNENKNDITLSSNIGDTNIANEGYNLEPATNGDPTTHVHDLGSSSSDENGPSASTGQDIIVLSDSDDDVMVLSPG
AVNCGSTHDTGNLFSINTPENLGVCSEQTVECPKESSFLAVKEGFGDLGLSFWECPGSPRDDPTSQILDTSTKATDNSGE
VENYPANDQSMPGSVSGADLGVPANLVEDGDDGALQPCSLSERDSAMGLANLGADTQTCGDVHSDKWTAVSISVSDEDLT
SAKIASKKRSNPGDRITALNGMEEVFTPFAFM*                                               
>Sbic_08g000380                                                                 
MVLKIVEDTFRKMQEATNTVTPSRSHGSVKPKKKPESAQAVKVRCPCGDSKPNDSMIKCIDPQCNMWQHVGCVIIPDAEK
SADNISPELPSCFYCEVCRLSRADPFWVTMHHLLLPVLIGPSTVAADGMQWPLHSDMQVNGIYVRVVNRQPHQKLGANGR
DDGPLLTDYLKEGPNKISLSRNDSRTFCLGIRIAKRRSLEQEQDGEKFDDALARVRRCVGGGAEANNADSDSDIEVVADS
VSVNLRCPMTASRIQIAGRFKPCAHMGCFDLEAFIEINQRSRKWQCPICLKNYSLENIIIDPYFNRITSLIKSCGDGTSE
IDVKPDGSWRVKGRAELKDLVQWHQPDGTLSVATDTAAKPEICIVKHEVKEEPLSEEVGCLKLGLRKKSNGQWEISKIGD
ADLVPSSGNDHSRYNENKNCITLSSNIGDTNITDEGYNLEPATNGDPTTHVHDLDSSSSDQNGPPASTGQDIIVLSDSDD
DDVMVLSPGAVNCGSTHDTGNMFPLNTPENLGVCSEQTGVCPKESSFVALREGFGDLGLSFWECPRSPRDDPTSQILDTS
TKATDNPGEVENYPANDQPKQGPVSGAVEANPVPVEDEHDSALHPCPSNERDSAMGLANLGADTETCVDVHSDKWTDVSI
SGSGEDFTSAKIASKKRNNPGDRITALDGSLVGSANDDESARERDGPFSPPQQRSVRPRVILDIASDSD*          
>Sbic_09g002225                                                                 
MSSGVGNDGASVPQIVEKTFQLSRADRETVQRPEYDLQVWCILINDKVQFRMQWPQYAELQVNGIPVRVMTRPGSQLLGI
NGRDDGPLVTTCSREGINKISLSRVDARTFCFGVRIVRRRTVPQVLNLIPKEGEGESFEDALARVRRCLGGGGATDNADS
DSDLEVVTESVTVNLRCPNSGSRMRIAGRFKPCVHMGCFDLETFVELNQRSRKWQCPICLKNYSLENLMIDAYFNRITSL
LQNCSEDVNELDVKPDGSWRVKGDAATRDLSQWHMPDGTLCDSKEDTNPGVTSVNEFKREGTSDGHRTLKIKKNPNGSWQ
VSSKADDKKPVVRHHIQNNNGFSTPNMPIISSPTGSYRDGEDASVNQEGGGIQFDIALNQEFDSFAHNFGQTYNTEDRQQ
PQHNAADVIVLSDSDEENDPIVRPPAVYANATTNGDSFPFVTDAAGTGYPERYQEDAGVGTSGLGLLNNNTGDFEINNWQ
MHSYPQPEQGFQFFGTDTDVGNPFVGPHNSFNIAPEDYSLDCNVGIEDPSAAHDVSICRNSNDVHGSLVDNPLALAGDDP
SLQIFLPSQPSTVPLQEELSERANTPNGVHPDDWRISLTLAAGGGGNEESTSVDGLKSQPKVPSKEAGVEPLLDAASALP
SMNRCNGSNLNPRRIENIFSHPRQPRSVRPRLCLSLDTDSE*                                      
>Sbic_10g004470                                                                 
MATAAATAPHPTPPTPLQQQQHQQDKDQKQQKALSMNAIRLKAIGDRLKAHLRGMNVPPIAEFAHLVYAFARGIDFAVSA
GDIPQMAGDIPDILRKVYDLRREMFIQSSLMVLVISCKNACSNNWFQPADSRDIFRMANELSGNFCTSTGQAASDSTVLE
IISQIMPRYYPRLKFERLITSIEAKVGYDILMADFFIERNLSRDEKIRLIVVQKENLDASSCVSSPPHVSFLVNGRGVDR
RTNVSMEPGPQFPTDITKMLKYGANIIQAVGYFNANYIIAVAFVNNLTSFSAPKLDDYAQPITVYPADSDVLEGPSRVSL
NCPISFDVELIFSLPSLVAVLGCFDYDNYMDMNSRKPNWRCPYCNTSSSFTDLRIDQKMMKILEETGDDVTDVLVFADGS
WKAAPAQDEKSDRHRGDAIQQTGDSTETDSPSSDVIDLINGNDDGDMQMDWVSAPEDTKPLLNSQDLSVSDYLTDLPMAV
QTGDLYRGDGNNGGSNMAFTSRQNLLLPPTSGLGSSSFGTLESILPQNVLRPVITDAVSPSLETSTSTSGMQHVSQETHC
GTVQLQAQIGPVHGSELRRLPIPRNPRREPVGVQALAVPPQNPGSSTRLQPNILNCPPPIPLSSPSSSTYQTHQVTNPDS
VIAPMNSGSGPLPRTAASFPAPAASDSL*                                                   
>Osat_LOC_Os03g50980                                                            
MALDPADDPLLADCKYKLNHFRIKELKDVLHQLGLPKQGRKQELVDKIIAVLSDQQEQDSRLNGLPNKKMVGKETVAKIV
DDTFAKMNGSTNAVPASRNQTDSGHIVKPKRKSDDSAQLDVKVRCPCGYSMANDSMIKCEGPQCNTQQHVGCVIISEKPA
DSVPPELPPHFYCDMCRITRADPFWVTVNHPVLPVSITPCKVASDGSYAVQYFEKTFPLSRANWEMLQKDEYDLQVWCIL
FNDSVPFRMQWPLHSDIQINGIPIRVVNRQPTQQLGVNGRDDGPVLTAYVREGSNKIVLSRSDSRTFCLGVRIAKRRSVE
QVLSLVPKEQDGENFDNALARVRRCVGGGTEADNADSDSDIEVVADSVSVNLRCPMTGSRIKIAGRFKPCVHMGCFDLEA
FVELNQRSRKWQCPICLKNYSLDNIIIDPYFNRITALVQSCGDDVSEIDVKPDGSWRVKGGAELKGLAQWHLPDGTLCMP
TDTRSKPNIRIVKQEIKEEPLSEETGGRLKLGIRRNNNGQWEINKRLDSNNGQNGYIEDENCVVSASNTDDENSKNGIYN
PEPGQFDQLTSNIYDLDSSPMDAHFPPAPTEQDVIVLSDSDDDNVMVLSPGDVNFSSAHDNGNAFPPNPPEASGICGEQP
RGAGPDVTSFLDGFDDLELPFWESSSSQDAAGTQVTDNQCEMQNFIVNHQFLHEPILGVNLGGTAASNTLECEHDGALQA
CQSSDQDGDQNQTCHDGHSGDLTNLSIISTQDSLTNGKNASQKRTNCEDGTAGLDGSVVRSANGLRGEMPPLGQEQDRTV
RQKLILTIESDSD*                                                                  
>Osat_LOC_Os05g03430                                                            
MADLVSSCKDKLAYFRIKELKDILNQLGLPKQGKKQDLIDRVLALLTDEQGQRHHGWGRKNSLTKEAVAKIVDDTYSRKM
QIQCAPDLATRSHSGSDFSFRPIEEAYDSFQPEAKVRCICSSTMVNDSMIQCEDQRCQVWQHLNCVLIPDKPGESAEVPP
VFYCELCRLSRADPFWVTAGNPLLPVKFVSSGVTNDGTSVPQSVEKSFQLSRSDRETVQRQEYDLQVWCMLLNDKVQFRM
QWPQYAELHVNGISVRVVTRPGSQLLGINGRDDGPLITTCSREGINKICLSRVDARTFCFGVRIAKRRTVAQVLNLVPKE
AEGESFEHALARVRRCLGGGDTAENADSDSDLEVVAESVTVNLRCPNSGSRMRIAGRFKPCIHMGCFDLETFVELNQRSR
KWQCPICLKNYSLESLMIDPYFNRITSLLRNCNEDVNEVDVKPDGSWRVKGDAASRELSQWHMPDGTLCNPKEDVKPAMQ
NGNEQMMEGTSDGQKSLKIGIKRNPNGIWEVSSKADDKKPSVVGNRMQNNSGFRALNNIMHMSNSPTSSYRDGEDPSVNQ
ESNRHVDLSLNNGNNEFDSFSLNFGQACNTDDRPQQQHNATDVIVLSDSDEENDAMVCPPAVYDNTTTANGSGFPFTTNG
IGYTERYQEDAGVGTSGLGLLSNNVDDFEMNNWQMHSSYQQPEQGFQFFGNDTDVHNTFVGSHNSFGLAPNDYSLDCNVG
VEEASVTPALSVCRNSNEMHGSLVDNPLALVGDDPSLQIFLPSQPSSVPLQEELSERANAPNGVQSDDWISLTLAAGGGG
NEEPAPADVNSQPQIPSTETGIEPLTDAASAFLSTNIERRSGADLNPRRIENIFSHPRQPRSVRPRLCLSIDTDSE*MAD
LVSSCKDKLAYFRIKELKDILNQLGLPKQGKKQDLIDRVLALLTDEQGQRHHGWGRKNSLTKEAVAKIVDDTYRKMQIQC
APDLATRSHSGSDFSFRPIEEAYDSFQPEAKVRCICSSTMVNDSMIQCEDQRCQVWQHLNCVLIPDKPGESAEVPPVFYC
ELCRLSRADPFWVTAGNPLLPVKFVSSGVTNDGTSVPQSVEKSFQLSRSDRETVQRQEYDLQVWCMLLNDKVQFRMQWPQ
YAELHVNGISVRVVTRPGSQLLGINGRDDGPLITTCSREGINKICLSRVDARTFCFGVRIAKRRTVAQVLNLVPKEAEGE



SFEHALARVRRCLGGGDTAENADSDSDLEVVAESVTVNLRCPNSGSRMRIAGRFKPCIHMGCFDLETFVELNQRSRKWQC
PICLKNYSLESLMIDPYFNRITSLLRNCNEDVNEVDVKPDGSWRVKGDAASRELSQWHMPDGTLCNPKEDVKPAMQNGNE
QMMEGTSDGQKSLKIGIKRNPNGIWEVSSKADDKKPSVVGNRMQNNSGFRALNNIMHMSNSPTSSYRDGEDPSVNQESNR
HVDLSLNNGNNEFDSFSLNFGQACNTDDRPQQQHNATDVIVLSDSDEENDAMVCPPAVYDNTTTANGSGFPFTTNGIGYT
ERYQEDAGVGTSGLGLLSNNVDDFEMNNWQMHSSYQQPEQGFQFFGNDTDVHNTFVGSHNSFGLAPNDYSLDCNVGVEEA
SVTPALSVCRNSNEMHGSLVDNPLALVGDDPSLQIFLPSQPSSVPLQEELSERANAPNGVQSDDWISLTLAAGGGGNEEP
APADVNSQPQIPSTETGIEPLTDAASAFLSTNIERRSGADLNPRRIENIFSHPRQPRSVRPRLCLSIDTDSE*       
>Osat_LOC_Os06g06870                                                            
MASAAPLPPTPPPSQQQQPQPQGKEQQQQMAVAMNARRLVMIGDRLRTHFRGGGGTVLEPPDLAHLVYAFARGIDFALSS
GDVPTVASEIPSILKKVYLVGKDQFLQSSVMVLMISCKNACSEKWFQPTDCTEILRMANELSGKFCTPVSQPDNDSTVIQ
IISTIMPRYYPQLKFERLVTSLEAKVGYDVLMADFFIHKNVPREEKINLIVVQKEDLNASSCIANPPHVSFLVNGKGVDK
RTNVSMETGPQFPTDITRMLKYGANIIQAIGYFNANYIIAVAFLNKLESFDAPNLNDYAQPVAADPPDSDLLEGPSRVSL
KCPISFRRIKTPIKGRLCKHYQCFDYDNYMELNLRKPTWRCPFCNTPSNFTDLRIDQKMVKILQETGEDTIDVLVFADGS
WKAISTNDERSDRHSSDVIQQSRDTMDTDATADDVIDLINEDNDGDVPMSFTSASEDVKPFLNCQDLSVADYLSDLPMNT
VSQAEDLYAGGASRGNNERGNATSTSGQNSSLPSTGGLGSSSFGTLESILPHNILHPVITDAVSPSLDTSNSVVLRQHVA
QGTRSDIVPSQPRIDPQLRLEIARPPIPRNVAREPTGIQALPVQPQRVRPNIYNCPPPFPQSSPASAYQVHQVTNADSVI
TAMSTGIGSLSRAPDAAPLLQHQSTQQEIRATQNYHQGQFIGLTAPQNFMGTRPPPGVPGQAIGANAHGAPPAQQSHHVH
RLVSNLMNQLGQATVAQPSTAPQVLPSQPGGTSAVNPQIRGHLFPAQQRSQAMRPQAVPRPTISQAPPRAQSPFLPATAR
PPSTPPPIGTSDDLQELPVDESWRPTGQMRGSLTGEAYSVAIGRYNPSVNIAGQQTSHVTSQARPAGPDARR*       
>Osat_LOC_Os07g25890                                                            
MAPPTTMTEGRHGGVAPAEGRLLNQARNWLVLSRSATHKLVLSLVPKEQDGENFNDALVRVCCCVGGGTETGNADSDSDI
EVVADSVSVNLRFPMTGSRIKITGQFKPCVHMGCFELEAFVELNQRSRWWQCPTCLKNYSLDNIIIDPS*          
>Smol_XP_002985204                                                              
MASHSGGVGSGGGGSASGYESPMVRQELAKLDKGGEKRRSALASLRACVEKLDASSVPRFLSQVGDARDLSVSRPHAISL
YTDVARVHGRLIAPEIPRIMITITRTLSSSGSSIHLHESCARVVAALLRYAISPLSAMADADKVFPDVCNPLIDVLSAKI
EPLAAGAAICLQAAVESEKWKYAPRDLVADLCARASAVLRDRSGQTVGHIQLARSLVRVGAVAPDCGVALLRASTEILRG
NPPAWQQKASALQLVRALLLGLDKKSLAEESESIGKIIEHIRRDRMPHVRSEAVKALQALKAQQVSFSSDDANGNSIHLA
EAGMDSLSRSSSRSSRSFLWEQHREELCSAAASTSQESQLVSLSPPPTSPESSSPVSRSRRRRRYPLLPPAQRTGSSGSS
SIATSEDASDSFATFEAPGLESKENGQMEEGLQLDDQCAASSESCVIDDSEEVVVGNFFGEVDVTATARSTNGRYALVDQ
SPASTVTTANGDDVAKFSNNVAATPERSASILTAEDFTKYTTPRRLVRSLQALESSPDSDPDEKLDDSVLIDGEAEEEEE
SSEAAWSVRDNPIAEQDLFDDRHRFHLQQPQKHGECDDPLFRDEEDQTENTPLSPPQSSTKAIKPVVTKSKKKRTWKIAR
GWIEWLLGGLCEIERFWSCRAMDCAIAANQSPHCVHDVIQLLKQVCTQKDDADVRPAIVLVMLSFKVPGSHPLWFMQLLD
LYDRLGSACVKTPTDFSSIEKFTGDVLMRLYPWLKLGNILLYIEAEAGYRTVVSEFYIHTLAPVKLFTIRRDAVEQPSCL
TPPALVSFILNGYPVDRRTPLQMDSGPQPPAECARYCRLGNNVLQVVGDFAGISQNCTENVFMDSRQRIATPVKGLACKH
LQCFDFKNYTEMNTKRPSWRCPYCNVVVTLQDLRIDMKMAKILREVDGNIKDVMLTNNGSWQMLESHPISSRTKKTVPVI
VDLSEIDNEDAPSLSPSRPPESTTTPVLRSSSIFSSSPALTEDRKPDIASLSRTWSANNMSSIGLAPSRSLPANLLPSTP
NGSELRQQHQRNTPTTRLRLHRSDTERLMQQLAAVQAQHALQAQAAQQSPQAQVQMQQQIQQHAQLRQAHPVQVQSLLQQ
TQQSQAIRAQAQAQQPQAQQQAQLWQTHPQHHQASFSRRQAQQQQAQILYAQHTLHSQRAPAQQSQQAAPQQAAQQQSPQ
FQLQPRQIHPWLVIPGSSNDPPQ                                                         
>Smol_XP_002978557                                                              
MGDLARCKTQLASFRIKELKDVLTRLGLPKQGKKQVLMDKVLAVLVPSEWQQHPVQKGFKPDGNRSSIAAQVIDDIYRKL
RGSGAVELASGHRNFSGAVSVSAGRSDEPDETENRCPCGSPLDTGTMIQCDNQACKVWQHLNCVVIPENAAEGVEPDVPS
QFYCEICRINYGDPFCVTLSQPLPAAKFYAPAALQMEGASPLHSLEKTFILSKADRENLHKPNHDLQVWCLLLNDKVPFR
MHWPDCAELRVNGVVVRVTTRAAKQLLGANGRDDGPGITACTREGTNRISLSACDARPFCMGVRIIRRLSVEQVMSLIPS
AARGESFEEALARVRRCIDGGASDAGDDDDSDLEVVADSVTMNLSCPMSGSRIHIAGRFKPCAHMGGFDLKTFVELNQRA
RKWQCPVCMKNYSLDQLIIDPFFNRITHAMKDYGEDIKEVELKADGSWRPKLEGETVSRQPWRSPDGTPVLANGFHKATV
KQEEGVSQGRPPLKIGMKRTHDGSWAVLRPSGGAISKPKEPSYSRSTSATDTNNEDDERSVNQEPYSKDYTGDNEAGLRA
GGGLAINAWKKSKATLVDEAPASAGDVIVLSDSDEESGSPGGPYNNGKQQHNGGAAPSSSYGGSGKNKDRLANGATGGAR
GRHSSSRHTGSDGGGGGGGMGMPLESSLWSQPSQEVPYSFFDAAGPARQAKNSELDFAYQAYEMDEDGGGDDTGPSKSGF
RLFLPPQPAREQRQTLQNPAISPGEQLDEDWFSLSLGGGDNVLNAANDNTGLGLPLSSSREYTRPARERLDSLANTATVL
LGLNNNNGAGHSRRNQHLSRQRSYFRAESQSE                                                
>Smol_XP_002970480                                                              
QLASFRIKELKDVLTRLGLPKQGKKQVLMDKVLAVLVPSEWQQHPPDGNRSSIAAQVIDDIYRKLRGSGAVELASGHRNF
SGAVSVSAGRSDEPDETENRCPCGSSLDTGTMIQCDNQACKVWQHLNCVVIPENAAEGVEPDVPSQFYCEICRINYGDPF
CVTLSQPLPAAKFYAPAALQMEGASPLHSLEKTFILSKADRENLHKPNHDLQVWCLLLNDKVPFRMHWPDCAELRVNGVV
VRVTTRAAKQLLGANGRDDGPGITACTREGTNRISLSACDARPFCMGVRIIRRLSVEQVMSLIPSAARGESFEEALARVR
RCIDGGASDAGDDDDSDLEVVADSVTMNLSCPMSGSRIHIAGRFKPCAHMGGFDLKTFVELNQRARKWQCPVCMKNYSLD
QLIIDPFFNRITHAMKDYGEDIKEVELKADGSWRPKLEGETVSRQPWRSPDGTPVLANGFHKATVKQEEGVSQGRPPLKI
GMKRAHDGSWAV                                                                    
>Smol_XP_002969871                                                              
MASHSGGVGSGGGGSASGYESPMVRQELAKLDKGGEKRRSALASLRACVEKLDASSVPRFLSQVGDARDLSESRPHAISL
YTDVARVHGRLIAPEIPRIMITITRTLSSSGSSIHLHESCARVVAALLRYAISPLSAMADADKVFPDVCNPLIDVLSAKI



EPLAAGAAICLQAAVESEKWKYAPRDLVADLCARASAVLKDRSGQTVGHIQLARSLVRVGAVAPDCGVALLRASTEILRG
NPPAWQQKASALQLVRALLLGLDKKSLAEESESIGKIIEHIRRDRMPHVRSEAVKALQALKAQQVSFSSDDANGNSIHLA
VAGMDSLSRSSSRSSRSFLWEQHRDELCSAAAPSTSQESQLVSLSPPPASPESSSPVSRSRRRRRYPLLPPAQRTGSSGS
SSIATSEDASDSFATFEAPGLESKENGQMEEGLQLDDQCAASSESCVVDDSEEVVVGNFFGEVDVTATARSTNARYALVD
QSPASTVTTANGDDVAKFSNNVAATPERSASILTAEDFTKYTTPRRLVRSLQALESSPDSDPDEKLDDSVLIDGEAEEEE
ESSEAAWSVRDNPIAEQDLFADRHRFHLQQPQKHGECDDPLFQDEEDQTENTPLSPPQSSTKAIKPVVTKSKKKRTWKIA
RGWIEWLLGGLFSFRFPPAMAEREWLRQMVELMLGKLKGGARVDRREFYRMCVVLSKAMDCAVAANQSPHCVHDVIQLLK
QVCTQKDDADVRPAIVLVMLSFKGAVQKGWFNNVEYGDLLCVVNELLDLYDRLGSACVKTPTDFSSIEKFTGDVLMRLYP
WLKLGNILLYIEAEAGYRTVVSEFYIHTLAPVKLFTIRRDAVEQPSCLTPPALVSFILNGYPVDRRTPLQMVCTTMLYLS
LKFPYRIVDPNPRQSAQDIAGISQNFTENVFMDSRQRIATPVKGLACKHLQCFDFKNYTEMNTKRPSWRCPYCNVVVTLQ
DLRIDMKMAKILREVDGNIKDVMLTNNGSWQMLESHPISSRTKKTVPVIVDLSEIDNEDAPSLSPSRPPESTTTPVLRSS
SIFSSSPALTEDRKPDIASLSRTWSANNVSSIGLAPSRSLPANLLPSTPNGSELRQHQRNTPTTRLRLHRSDTERLMQQL
AAVQAQHALQAQAAQQSPQAQVQMQQQIQQHAQLRQAHPVQVQSLLQQTQESQAIRAQAQAQQQQQQQAQLWQTHPQHHQ
GSFSRRQAQAQQQQAQILYAQHTLHSQRAPAQQSQQAAPQQAAQQQSPQFQLQPRQIHPWLMIPGSSNDPPQ        
>Php_XP_001777085                                                               
MVTRSSRRKLGRNVALLQPWTDQALMQQMRVLENILQAPISHVDVKYMSNQCLLLSKILDSLVANNTRPVFRHELLRLIQ
QVCKFKNIPDARPALLVLLLSVKSAFRAEWLSQTQSKEKDDIFATLKSVQFLLALIESLGEHLYDAFTTGQDVAGQAPAQ
PLHCGGSALKDHHESGMYLNSISSRYYPRLQVNAIFVAVQSKVGYEVLMCDFHVPHMHMLDRVMYWASIIRRLYVGQKYT
TGTANCLVTPPQHLDKRFASREEVRYKLHGKFSQKVACITQDAGPQMPSDVTRLVKVGANVLQVIGEFSVPYVIAVASSR
TIEWSSRNTQLEDYVAPSRAANDVDPTEIDDEVVEGASRVSLRCPISCFDFCNTRRNAHVDVERLIFKVDLEKSPSIHET
TKLLSTNGYSRSKIQPGSFVVDTTFMMSTSFPSHEAAYYCPQCAWRISECFDLDSFLEINEKRPVWRCPCCNRSVSCPDL
RIDRQMEKVLQETDEKIHEVIVSQDGSWMPVPTDEDPSNTGPDVIEGGEDGCKVIYLSDVGDEEVTGLGQNADEFQQRER
KPDLQTLQAINENRVFSSQTFHPVVGRGDTVGYPTVNRSDITASSPMNSSSFAGPSWVAGANRNDGIFMNVNGGGLHTPI
SGAAERQVQSQPTPQAQTVPTMSLNIQATYSQSRTASHLNSPSGPVNRLSQSSVFMTTPLQQPQARAPWRGETARLRVSH
LVDHSNLANQSSCLQSVRQRQAGQQSLGNSQDLGQTRQQQRRGPVTTAQQARGGPSGQRPSGSASPVQASPSETSWRPAG
RMRGSIAPNSIGRSAINQSPSAAQARVSVAPSAGILNPAANAAPVANIGQYQIRMPTSSSSAINLPPYNGVPWANQSDLS
MLTGVETSAGWMNFEPHSDSGAPHHSH                                                     
>Php_XP_001767531                                                               
MDTLKVTEIFSSIYQSIDSSKHTSIHSYIHSWGESEKCIDGGGGYSWMWGTSHSHEGSFCNHHTNSRTQFMRWRRKDLVT
NEPVLQLHPLLQPGTLSPCERQREHTKLIENVPGTPRAQWERRIMRTFEALHGMGRGLAISPRLMLVWILFILWGPVSSG
DCGSSGSGVHCGALAAGERSFWEYAPGLLDVLEGLVGSIRRHALCCDANFNEIEFAPIILLVTQRNRKSLPVCNQSFTNL
HPHCRIAIFLLLAMADVATRCRSQLGSFRIRELKDVLSRLGLPKQGKKQILMDKIMGLINPADKQSLTKGSKSSKKVVSR
EEAIAIIDEQYRKLRHSGTESKHKVAKSGSSSGYPSAGPEDHEVVEETRTRCPCGSNVETGTMIQCDNNKCKIWQHMDCV
VIPEKPSDGTQPEIPSSFYCELCRIARGDPFCEAQTHTLMPTKLLSSTAKTEGSNTLQTIEKSFFLSRADRELLQKLNYD
LQVWCVLLSDKVSFRMHWPSYADLRVNGISVRVTNRPGQQLLGANGRDEGPGITVCAREGMNRLNMSAYDARPFCLGVRI
IRRLTLEQVKDLIPNEKDGEPFEEAMARVRRCINGGGGQGLGGNDDSDSDLEVVAESITVNLRCPMSGSRIKVAGRFKPC
LHMGCFDLDTCVELNQRARKWQCPICLKNYSIENLIIDPFFNQITNAVRTMDEDITEVELKADGSWRPKLEGHAKNGESW
RPPPVAVGANIHKATAAPVLFFKHVKTEEGMSSHDNGFSRFKVNPSGDWARNATKHLNDGPSQKVVDAPRLSRSSSATDS
NLKIDEDEHSVNHDPSEKNAVSMDDNEEVEYLARPRDAPGGTWQTSGDDPANGADVIVLSDSDDDGGEEEDVVASSAASM
YAESDVGNRRMRSREVSHTNGDSSGLALGLESTDVTLASNSVCNPFDPPLSTRVGVGVSDEGTSNNSGFGLQSDRNSFWV
SAEKTRNGQYSFYAPRTESVNVLQHPPPVRPTPVQALAGPGFLSVPLVRDDASLASGWKRYSRPYGATGTDGGSVDSDTD
ASPLQNFLPSQPARAEVQDNLRGPFLPEADDIDNSWFSLSLGGGENLAEPSPARSNLRTSLEQRSPIPQPRVTAHDDTHG
RSGRLGKHGSSQRLMDSRPPVRSHFTADGHPFPRHLSSFRRDGCLLSCSVRHSYVTTQNGHPQLAASAFHNARVVLFCQD
LMGLTRKNFNGARSRKRLQPVFRVVPLVLARTTIQKGAEIQTGDCMLNLGWAVFVKLHSPEGFGLSGD            
>Php_XP_001763601                                                               
MGRGLIILLLRLSLVWIAFLCDPVCITESSPSIGVWFHGGALAGEGRCWDDTPGQLVAPELDSNSGTETLLLLAMADLAS
RCRNQLGSFRIRELKDVLARLGLPKQGKKQILMEKIMGLINPVEKQSLTKGSKSSKKVVSREEAIAVIDEQYRKLRNSGA
ELSRYKSAKSGSSSVYPSAGHEERRVHDETKVHCPCGSSVETGKMIQCVEPKCRIRQHMSCVVFPENTVDGDAVVMPPNF
YCELCRISRGDPFCVAVSHPLLPVKLLSSTVKTDGTNTLQNIDQQFTLSAADHGLLQKPHHDLQILESLMSCISSVDGYE
SSYLMDIAQVWCVLLCDKVSFRMHWPSYADLRVNGMNVRVTNRPGQQLLGANGRDEGPSVVSIIPSERDGEPFEEAMARV
RRCINGGGGQGLGADGDGSDSDLEVVAESISVNLRCPMSGSRIKVAGRFKPCLHMGCFDLDTYVEMNQRARKWQCPICLK
NYSIEHLIIDPFFNRITNAVQYQVRTLDEDITEVELKADGFWRPKLEGNARNGEPWRPSPAAAAAAVTNGIKSVPVLFPN
HHIKVEEGLSSHDHRALRFRRTSEGQWALNGTRRLNANPNHQVMPLARLSRSSSATDSNLKGDEDEHSVNQDPSEKNVMF
MDDNDDAEYSSKPRNEPGVTWQTSCDEPANGADVIVLSDTDDEGAEEEAVVGSSGASMYAESDVGNGRVRSSEVSIRNDT
NGDSSGLALGLDSTDVTLASNSACLTFGSLLSTRVPDEGTSNNSGLGLQLDNNSFWTVPAAIPRYYGTPAETVGLQRPSL
VRPTPLQAGAGPGFLSTSLVRNDSLQSGWKSFRESHAPIHYGITDGCSMDNDTTASPLQNFLPAQPARAEVQENLREPFL
PEEDIDNSWFSLSLGGGENLVKSTPTQNPRTSSMERYSPILQPRVAEIDPQGRGLDNNGSSQRLVDSRPPVRSHFTADGH
PFPVRPLRHIPLYLESKERGKHLHLATLLVTMPSFLSTTLLSGLEEHKWSFDCASSLHYQFRIVPYCLQGVKAESGFMPM
HLLLSL                                                                          
>Php_XP_001755126                                                               
MADVASRCQSQLGSFRIRELKDVLARLGLPKQGKKQILIDKIMDLINPAEKESLAKGIGLFILELELAIYVALAGSKSSK
KAISGDEAIAIVDEQYSVFRRFVMKVYIQQLFLRESRVVTLSGNILELFQGNIVTNTSQRSTKLRSIGTDLSRHKSAKSA



SSSGYPSPGLDESRCPCGSSVEAGRMIQCDSHGCRIWQHRSCVDFPKKPKDGVPVETPPNFYCELCRISQGDPFCEALFH
PLLPVKFPSSTAKSERAITLQSIDEQFTLSLAHQELLQSPNYDLQVWCVLLSDKVSFRMHWPLSAVLRVNDANVRVTNRP
AEQPLGANSRDEGHSITSYTREGLNRLNMSCDDARPFCLGVRIIRRRSLEEVMDMIPNEKDGEPFDEAVARVRRCINGGG
GQGLGSDDDGADSDLEIVAESLTVNLRCPMSGSQIKVAGRFKPCPHMGCFDLDTYVEMNQRTRKWQCPICLKNYSIEHLI
IDPFFNRITNALRTLDEDVTEVELKADGSWRPKLEGNVKNGEPWSPSPAAAVAIVSNGNKSAPVLFSSHHVKIEAGRSSH
DHGSLQLKWTPEVQRVVNGRNYRNGGPSLQVMPLPRLSRSSSATGSNLKVGEDENSVNQDASEKNTVSMDDTDVEFLSIL
QEAARGTWQASGDDPANGGDIIVLSDSDDGEDEVTVVGSSHVSMYSDVIGNGGVRFSEGRVPNDINGDPSRFALGLGQYE
YYGSQTEAVALQHPPLQPTPVEVVGSSDFLCTSLIGNDPSQLDWESFGQSHTPTLYEVIDSESIDINKDGSPLQNLLPSQ
PARSEVQENLRDLTLPAEVMDNSWFSLSLGGIGNVVKPTPERSLFTTSIEWCSPISQPGVNEYDPHGLGSNGSSQHLMDS
RHPLRGHFTADGYPFPVRPCSGHIHARRVSR                                                 
>Php_XP_001753818                                                               
MADIATRCRIQLSSFQIKHLKDTLTRLGLSKRGTKPLIMPHFCNVKWLKIHVVALRPLYSSLHLDVSKFDGVMLMDKIMG
LINPAEKQPTKGLKYSKQIVSREEAIAIIEEEYRKLRHSRSESKRKAAKSGFGSKHPSAGLEELTCVEEAKTRCPCGNNT
ETGTMIQCVNLKCRVWQHMSCVVIPEKSGDGTQTGIPSNFYCELCRISRSDPFCEAQLQTLMPSKLIPSGANTEGSNIVQ
TLEKSFYLSRSDRELLQKPNHDLQVWCVLLSDNVSFRMHWPSFADLRVNGIGVRVTNRTGQQLLGANGRDEGTSVTVCAR
EGLNRLNISTYDARSFCLGVRIIRRLSLEQIMESIPNEKDGEKLEEAMARVRRCINGGGSQGLGADDDSDSDLEVVADFI
TVNLRCPMSGSRIKVAGRFKPCLHMGCFDLDTFVELNQQARKWQCPICLKNYCIDNLIIDPFFNRITNAVNCLHEDIAAV
ELKSDGFWRPKLEGRVRSREPWRPSPVVTNVVNETTSVPVLFSENVRTEEKLSSHDNGSSCFNRNPCGVLVLHCTENLNG
GHSQEVINVSRLSRSNSITDGNLRGDEDEHSANQDRGAVSTVDGDNVGLSSRSPQPTSKTLQTCADLANGAQVIVLSDSE
DEGEDEETIVVSSCASIYVESNVVGNWRMRSRKSYQTNGDSSGLAVGLEYADVTPASHSVCHPSDPATSRRIDIVINEQM
TDDSGLGLHLDSGSLSAVPAEIARNGECGVHESQTEVVNVLQGQPVRQTPVRFVAGCGSSFRPLDKDDTTSPSGWESLCL
PNGATDTDGGSMDNEGTGLPLQKFLPSQPVRVEVLVAEKNHALEEATHRTLLLQLTCTS                     
>Vcar_XP_002948015                                                              
WHLMAANELNLNQLRHRQCVGLAVQGPGSRPAGAGEFYCEVCRAKRADPFWLVEDSEGITSVIRLSSTGKQTSLGCLQLN
DPVPYRFHWPLGADLRINNVQYRVYSRNSTQKLGANGRDEPANIGQLWSSAAGGRFHVTMQCTDSSVYVMVVLLVKRRSC
EEVQGLMAPQLSVRDAVERVRQQLARDDDDELQTGATVVSLRCPILGARVHTPARFVEVRGLACFDLRAFLDSAARTRKW
QCPISMNHSTVHSLQIDTYMQRIISALADHPAVMEVEVEADGSWRPAGWRDRFYSVTEDNPLKAAPTAGMAGRASAAAPQ
STQQQQQVQQPPQRQSTVTTAAGIGSTTAENGNGTGSGGVAVSHRQPVSVLGRTNTVRIRTSGSPRIPLEGQTPPPGVPA
ITPYQPPVRQGLATAIAGSVAAWPTPVLAGSSAAVSQQQPPPSHQPQPQPFPFPTATSQLQQLQMQQPQLQPSQTQAPTS
LTMRNVQWQQQQQQQDPHTHTQLPPPLQQYSASNRQQQQQLGYLHVTTPLGSHQYTHQQQQQQQQQAGGAAPSGARARAS
ANTNGGCARVQGGAQLNAGGNAAVGGGAPYECIDLLGEEDSDEES                                   
>Cvar_EFN55528                                                                  
MSHPGGTPATSTVRREVLSFRMVELTQVAERLGLKKTGRKGELQGRILAYFGEALPQSVVGRPEVQPPQQQWRIEHAAKV
VHDTYCRMMGLPTNTPSDQSAHSSQQMPGGNAGAGPPPPQQGLPSAQAMQQARATLQQQQQQQQARATLQQQQQQQQAHA
TLQQQQQQQQAHATLQQQQRQGGAGAGRRPLPVRCICTSVAEQQGRMVMCQGKGCGVWQHTQCLGAGAPQGAAVDAFLCE
GCRARLADPFWEATERLLPPAPLKPQLGRPPVVTMSGMQQVQSRDFVFYLHQQQLSAVQRDPENHRLQVGCLLVGDEVAE
RYHWPKHMDLKINNMPHRPYARSLNAKMGINQRDDVASIGTMVVRGRNTLSLSAPDSGTWVLMMHLARRRTMEQVKALMA
APEGLEEAVARVRRQVAGDDSDDDLLVSHQVVSLKDPMSGQRIQVPARFSGASGLQPFDLDSLLSMAQRSRKWQDPSTLQ
NSTVEQLQVDTYTQRVLLCLRGLPAITDIEISAGEQAGEGGGRKEAAEWCLTWAGRMAAAAWDPPAAPGRCYGQWRPDGS
GREWIDIAADPADVAASLGAAVGAAGTKPEPEAAAGGGEPANGAGAGAAGAAGGSGQAFLVPDSDSEEEGAEEELRSAAA
AVRKAPSAALSGQKHKADEPEVIDLLSSDEEEVPLLRRQQAQQQQRQQGQQGQQGPRPGPRAPMQQPQQQPQQQPGGPLR
IRLPARVRPPAQPPPPAALPARQPSVDDDAMRGTYDWLHRTTAVQHAQAAVVQRAQAAAAMQQAQQLYGMQHYMQQQYMQ
QQAGPGGGLAVRPQLPPGYHPQQPWLPGTSFYPAPGATALPGFVPASQMMQMAGGGAAPAQAGAPDSSWQAQGEAARWQA
QAAGQARQQAEKQAHLPAGQAHLAADEAHLQDQSALQELGYDAGWSSDADLAALFEDV                      
>Otau_XP_003082400                                                              
MSQWSRRRERSRRWRWWRRRTRRRRRRTLRRRRSQSLERPTQSARSTLGLKRPIPLVRDDSPQDNPSYPPGDIVNRKFEC
SVCMYXXXXXXXXTSATKSTRDPAVRIPVTRLRCGSNHIRMFHRDKRGNFMIAVRIVRKRDLEDVAATVTEAVSEDKALK
NALKWLGFTKKDDEIIMEDVALVSLRCPISGLMCTDPARLSACSGLHAFDAKSFIQLNSVSRKWSCPECGKKGGPTELRV
DSFLKRCTNIIRERGLTKVSRMEINKDGQWRPREEPGAPALSASALRWYSPKISRGSIDEHVHQGRCRLQCEHAERRIER
GDAGENGSGGQQWRGLRTRRGGGQSSAKKRSEPDVIIISDSENDTAGQCANGSSSAHKRPKPSSAHKRPKPSSSLARNVA
NAQSNGRPYDWILDAMNRSLVPGHVVLVLFATDYIGLPIRALVDYIGFSGYSFDIAHTNPSTSFVSVTWLANLEFAPMST
ATSSSLSSSIASSAGIFSRNASGISTCASGPRAMLIVGAELLSSAFRASACARVSPTRPSIACLAPSRTTVTEILRARRR
QSVASSIASILHEHRPRRLSPSPRRRRARAIEASRHARRVAASRGVREGAAKHRARASARARAHGSIGVGVKGDSPRIQK
APVTGEIDVATVVVKGAASRDAARPSMDRDVARDDASSPAQDANEMFEVCEAPTPSFDVRTDRPRGTGALARRADVHARG
EWHRSAHVWIVDAKTRAVVLQKRSMGKDTFPGMWDISAAGHVSARDDGDSLRAAACELEEELGVRLSDARRDLTFQFCIP
AAQAALGGCNCYEDVYFLRWDRDSAGDDFALGHAEVTATRWESIDDLRAALNGASDEHVPRTKQYLDVFFPALDAFVNHD
RSSS                                                                            
>Mpus_Micpu49956                                                                
MSLAVDKAVVNLLDRLRAKDLAEILVALRQSKQGNKAALKARVVGVCESEVLTRAAGGKHAIERVVTDVWYRFEGAKFCL
SPGAAGGGGVKRTHGEYVSGLVRAARASSPKSLEELRKQRAAAAAVGALVASGGASFAADAVSSGIWARAVESDPFWAPH
PVPNVASAPGVVMSPTRLGAKGVASRPFILSNAQAMLLRGKDSRSYQLQLQCVMNDDEVPARQHWPFLANVRVNDTPLPV
MFRQPGSAMGKAGRDPPVSVPLGVAVEGRNVLSVSCADSRMFTVLMRIVKRRRAEEVKARSIRWSPYDPVRVALVPAPVS



FPNARAHLERSLSGGGSGGVPGADDSDDDLVIEDNAVLSLRCPISGLICKTPARTRRCKGLAAFDLDTYVSLNEKVRKWT
CPHCGESGRPAELVIDGFLTRVLGVLRARGGDSASVSRVEVEPSGRWRPCPDDEGGGGGGGGGGGGGKRNANESAWVPAE
AMNGVVLGVGGNVLHVPPELYAGSESATKGGGGARAGVTTIDAEDDDAGDETDEEEERRRAIREATAHGNDAARVPVAAA
AESAEDVIVISDSDDDDDEEEEEEEEEEEEETAAAEEGVETGVETGVETGVETGVETDAANPTRAMDAATAAAQRAVEHS
TAALAAMRAAAAAAVESYKASRESLSSAPAATATLESPGAYAAAAAEYYDGPSPRLEAAHRAISTANELLRAGGDATATA
TATETATATPVPVVGAAAARSVPSPGAVAAGRAPAPGAAPSPGLGEAAGERAPLTVRMRRPTAGAGSAPTAPAARAPPPH
DDLDALVSQWFEEGRGRAGGAGGSGSGGGGGGGGGADAVVVLEDSP*                                 
>Mpus_Micpu196354                                                               
MAPTGGAPSSTPSSGAPGGFLRQARFPGAPDPASAAARALGRSRPTTMSAGESSAAGPGSGHPRDPPAPAPAPAPPIASI
TTATTTTSAVAAKPKPPKRDRCLVELLRELLERRRMPAKLANRLPKWNEPHFCCSEDDKVRAKHAEAHTADAPDGVDAVV
EMLKNEAKPFAVVAEELVAAAKEGRIANEECFVDEEPVKLSCPISCARLECPGKGRDCKHLECFDLRTFVRVNLRALRVL
KYTECVAPDKKPTCHRFHTEKKPRGECEYCRAWRCPLCRVPTSIADLRYDAFVARILAREPEAKRVTVKHSTAQWVAVEE
EEEDGDEDESDSGEGRGQGEGEGEDGRRLSWAEKYMGKGKAEEEVIILDSDDENQDDGGGGGNGGNGGGNGGGGGNGGGG
GNGGGNGGERAIAKKPTKPTNPPPADSPPSAPKPAKKTTTVRVDEKLLRDVATAVDALSRNVFNANESTRNAWIMTAFAE
GTATDAIADLLSLLKKFKAMVEKLTRDDYVDFVERATETDATANINKFKADLKKNWTVGHQLEHSPLADVLTTVRTLMME
AQRICKQNIMPPATAATTTGKRKDKDTEKEKASAAAPASKKRPAEEPPAPPAAKKPTAAKKAKTTAAKTAKSTTAAAETT
AGRVTNVAKKNGAGGVCYAHGHGHCDWDGVGALKIHPDLRVPICQGCYRFYHKEPFTRDEDGIFEHCRCCADGGARMYMC
DACPQIFCDKCVLNLGGPRYVKSMHECDVWSCLMCAPPPELVAKQVKT*                               
>Cmer_CMG063C                                                                   
MDVDIGELDLQADLSAEELLVLTANNNLLADAMAGQSGNGTPGGDHYPMSALSSFGLERESFQDCSADHSQEAPDGIRGS
FSSLSVPSGFACETQSPAGSERLLGRPFSRATPSGGFLAERCFGAENLTRILQLWSRPPVFTSFWLLAKMVGYGGTNPSE
AVRAILTHQGWSPDVSLRGRMEVFGKFTKERVVDIGIMLNVQHRRGTNAATLLSLVLKVADGADSSTVGRLCVTEDALLT
ANAERVQILHRGASEERRGFTEDAFIRPPFTAISWLAPHPHPSELPPRWTPRRLRSSRFCIRNGVLVPIDRYGTSGEVEE
GRSETSQLNGAHLHRIHETMAAVQHVQSTGITQEMPMNPLERTLANSQAPGVMRNPRGTANQADSFSRLWTDDVMALALE
AQNARSGCDESIQSFLSLVDNISFDTRQNDFTTDRTFCKKLTRGLPTSLEFSVPVPLDKMLPKMPSLRTAIVLRCFEVSN
RRISSWDCAFPASCRAWLSLQSSSSSQLHSVDIKKAAQYVDLTLPIQKAYRKEVQLGTGGRTLLLRLDINQSLEEHVCPW
PAEKFYVFVVQSAHLFSVEFELERVLARKRPSAEKARAILCPAVQAGDDDLDIESVRISLLCPLSRTRIKIPVRVRGSTQ
LQCFDAISYIEMSRLTKRFICPVTNKPAPLHMLQVCEFFRKALEFAHPEEEFIDVLPDGTFMHTMAAESEPSALRASMKC
ERAISFEPFSERKSQTLQNNSSWHDRTENSGCLADTIVVDLCD                                     
>Cpar_3892Contig23594                                                           
ADSDLEIEEQVTTVSLRCPLSYQRLRVAAKGRACKHPQCFDLQAFLEFSHQQHVWHCPVLESVSPEETHVV         
>Cpar_10249Contig53112                                                          
MAPSAAVSQLAAASCSIVPNASPNINAPSIDVARAAYASYNASSILQRLSNPSNGGAFGGVPKTPTFNPQELVMSERFIE
KQDPFFEQARLPFPFLRKENQWAVRLLGVVGLGTTISMVNIKGEFEIDRNTFAMIQGDLVKRRAGEKCGLAVHVRLFSHK
HKDVGWVPEMRPKINRRPVDPPVLRKVRHVKGASKEPYVTYPPMDITQYIASGRNLLELERPTALFGVAAVQLVAMRTPH
ERRGSIPAAAPPPVPEEADSDLEIEEQVTTVSLRCPLSYQRLRVAAKGRACKHPQCFDLQAFLTSGTARHSHMAYRALTE
AVGAYLSAAMSAVVERGEASRGKADAYLEVYRCVADRRALVATAENLVLAALERALEVLAHNEQRPRDFRPREEGEKGGA
GPDAAFSNNEPTPACGRAVEARLVSANLDGDNRASFLTELASRLQLIIAHIKRFTFSTAGGLQLLRDMTEYASWGRALRL
PAVDALLEPLPAAANLYLVPPRVAALVRLRDYKRSAGAIQKALAAARPAASGPRRPSGSGDDGLSAAADASHHSHGQPPP
GG*                                                                             
>Cpar_22240Contig37396                                                          
MAAVSRPDPFTDPLPLQPVATFHVSDDTLHPGIQRLPHTTTFNLLVDKAHWARVHSTGAWSASSRRSGARHRKNRADRGL
DITDYIRPGSSSRLEFFTETGRAFVGVVRLVRVRSVAELAASVQERERESYEEAIEGRRLLGHEDEEMEAVSARLPLLDP
LSKQRIEVPAKGDLCRHCFDLSTYLAMNERAPTWKCP                                           
>Esil_CBN74942                                                                  
MFCVFRQVCKIPGLSVTGLKATLVARIEDYINNQFSLVARSGAGTALAQARVLTEVVQEVSRGYANVLHKRPVGGVGGYS
QDGDRGGSLGSPKAGGGGGGGGMAGGVRWDEEVRRDLQRRSELDPFVEVSRTLAGPMKLERGSGSQNLAVLGFNLDANDH
AAVRLSLSLGKSTDEGRKTHLLLRSYQLISDSLEGAGAEAAKYSEGAHVWPLESVCQVNGGFQQLKQRKVFFQGQNRKLK
GDCSPLDIGASCRPGENRVELYSSDPDKHAVLIQEALRRVKRSFKGCLDLNSHLEGDSSEDEQIGKGAGGDDSDDDLMAT
ATRLSLRCPLGLVPITCPGRGRYCKHLQCFDLNTFLSFNKDCAGAAWKCGVCNLPIKPEDLVVDTYLDEVVRSLEEQGLT
DDAEEVEIHQDGHWDPILEDQKAGKMSRRDRKKAKDDAAGAGSGQNGGVVDGGECDTVDIDVDDVVRSGDNLAANGSAPA
TAAAAAATARVASPPPSAPATAAAPAPAAAPAARPANEPEVFDLCSSDDDDELPAAPAPAPAAVGAPTSAAAAANFSSNG
TNGAAAAASGGSGGAGGEGRYGYSSLVQPKDSSGSGRAPSPAARAPAAGRCGSNGDSSNVGNVESSSSSSPSCSSSRYGG
DTARGSSRPASAQARAAASAVAGPRGASSSSLKRPRPSSQSEDYPQPSPQVRATSSSRGGGGGGGSGINGGLSIPFLGNF
FGSSSRRTSGGSSETGGGGGGGGARWGGLIGGGGGSGGGRGGGGGSRSGTGATEAETVGGWDDEVFRNLDGLGDPLGR  
>Ngad_00669_01                                                                  
MESNKLCSPEDLENFKLFLSAELSRLRIPEIKHMVMRLHLPRSGNKSELVSRLVAQFEAFNHPKTLFQRDQLIELIRQQL
IAYQGFSRLPELFSSTGGEDAAAAGSNGVSGAVPPFAPVGGEGNLGERAPVPFTFRLNVGAGNGGNPSGWPGSAPASASG
SLAALGRQQGGPGGPHSAPAGKLAGTFVQCVCGQAVTPWDEVKCAECHIAFHDQCYGTSMRARNKTFSAACFLCLSRRQN
PFLEVVETLVPPSRVTSRARMETNFQFKLSHQQQRDMLASRQGGSRNEGSLQLLVRCFPLNLLETARPSPAHDEGKLPFY
PTHCWPLESQLRVNTECVPIKQRQTYFYGSQRKSKGHSEPVDVFLLARTGINRVGLMHNDEGKGFVIMVQIVKVVGVQRL
LRKVVESPDTPTAEESLERIRQSFRGCSVDSDTEDGELMATVTRLSLRCPLGMTPIRIPARGTDCHHLQCFDLDTFLRYN



ERGAAAGWRCGVCNMVLTLEGLRVDAFMRNILAQIEARKEMNEDLDSIEINHQGEWELFNSSAASSRKRKAEGNVAGEEE
GKAVSDGKVVDPEVADDDDVALSDLCKQVARKENGQLPRQEQQHVPQGHHTQQEVLQQQKQAQQRGAALRDPVAIDLTLS
SDDDGGGVWNESEEDDWRSVLDTISRRPLEPPTALPPSSAPEPTTAISASPGALVPSGTSAECDVANHEAIPPQQVPEGG
GCSAMLPLVDGRGK                                                                  
>Ptri_XP_002177192                                                              
MEFVLETLLKDASRNEVPPAKRRAALTKAYDLLSRIDKELIALNARNTPSENDSEQSDTDVETKSTNGIAVAVAGASSKA
SIDTGLHSPSGGRSKSTLNGGITTSRAASPSDLRSSGEKSAPAILDGPVAATNVPSTTKATTSSSGSGLLATTSSEKAPS
DVNIAVVAKKSSTRWGEPLSKKISAGRNGAHHEVVEANYPSAVPNNDAPKPLHESSARIQTDGKPRSEHLENESLHLPGS
ALRVDPIATGDEATRPASPVQTSKHSCRTSLPPFIPETTSKRATSGGPSSVLLDNTCRLASRDSDKEQRPTLAEKGGQNI
GVLVSSSTVTAKNVQNPKHKVDLDESGSSSKLSSKGIQRPQRDLSLRWEPPKRRSFEVERSASNDTFDRQTRNRESHLNE
RMDDAISQKDVTANFYNEQRSKQERVRQDANSIFQSNRKPLVNDVWINSGVPSHAVTVKMAADRSPTFSGSLSERGEINL
KLKLDPLPTSISKSLPVRLKKWDPFFTFAGPCRCTLTVPAGSTDATKTGSSLRINLNTPMYQEFIRKIQPEMWGKPRQGA
LKWKKGDWGLMLRALPLSRTSKNRADCHLWPKGTFLQLNGKPLRLAQRQQQSHDKSLWKNQCTQLDLTEHVSMSDPNVSI
EICCYDEEPFILMVGFCRYESADSIFSTIRNPNNGLLNRVTVKEGMQRAIQRASGQMHIIDGSDGEKVEEVGKFVFSLTC
PISKALMNSPVRGRSCKHWQCFDLKTYLDANQRVTGSRWRCASCELFVPYDELEVCEFTLAALQRYRNEASTAEIA    
>Tpse_XP_002296175                                                              
MFGHARIPLYPATLPHNDSHNLTLRATTYHPSTCFIMIPKKAEAKAPAAASKPSTKHTSKPAQQACRLPSAYTASTSTHK
PQRPPTVNNLQLKMFHAVLKRRRDQLNQLSKFYFDSYANSIIVYLNRTMEVENQYSDLSKFQEKENSEGGAANEQKRKID
LTKGANSSFLIMQHPPPPDITVEKVVLHLVALFYRSVDERLPGAMRKHSLDALNYAFNDLDKWVVKNREWEEMNGKSDKT
KVIPSRSDGGTKKRRSTESDGTNEKKNGGSSDRRTRKDPPEWNGAKQSARKVTASPGKTFLPPHNQMEDNNDDDDDEPLM
SLESNKKSSKLGGSDDDDDDELLISVKYTNGSSSNPKATGVARAPVIERPGKTFLPPQPQPNKNEEMRADHKGVQKNSRE
TSALATSGVSQSAGISQRPGKTFLPPHTEANDVEPKQAAKRSSVEPPPKPSNGSLRAVSSNPPLVTGNAAQSASASATLP
SATPQTLPSVGGETSNIMAKSDSASSGVHSTNNTRVAVPSTNHSNVTTGTAEAPTTSTQQHKNANQSTATTQPNQPTPAS
VNRGVSQVSTSRTTVSVSTQQQQATAQSKLPSPSAVQTSKPASSAPVAAPKVGDRTTALNKKNDAPVIDANKSTGKDAGV
IDLTDDSPPSSPLLRPATLVPSVAVKQLADETPAVKSPSPPPSPPPTTTILNRLPPALPTPKPFTKMSKITFRADDIKPY
SSGSVDKPRRTCAYSYDVGFHLDGIGACLDDKSCNDFRERLQTWDPYWRVVEELGKRIVSTEMGQTKVGTRTTSCQAAIA
SVNVDYVNSCTSVFVDLPKEIRDSTSAKRDPNGRELMYGVGPWGVKWGQKNDPDSLNSLKDNYITGDRRLIVRMLPLQRN
AEDEKKRADTHLWPIGTFVQLKIGGGGFGNPIEKVVQISQRKQESHAHDLWKGMALPLDLTKEIINTNFPFTIQLCCREV
VENNNEVMSGSFGIQVAVCEYVGANRLYDELMGKVDGGDVRIPTLSLRSAKQLAKKYVVDQMVSIEESDDEDDDKSPDDK
SNSLTFSLICAISKTPMKTPVRGRHCKHLQCFDLRNWLSTNENVAGGRFRCGACEDFLSVRDLIHCGLFQAMLDTHRDKV
SGLRDKVCLRPDGTYYLKDENKLRYANKKKALTSTVDLDSDDDRAGRAMAKEPEVIDLE                     
>Pinf_XP_002908744                                                              
MSASSAQLRDLRARLNQLRMPELRNILMDLNLPRSGRKSELVERISIELESFADKARGTTSAAFYAERLAAGMRSIGVTP
LTSGVDLYTPTQATSLNGARCFCVTQGVSGKVVKCVDCGLAVHAKCHHLLPLSGEWHCEMCRAKTYDPFFRVQKTVLDPN
FVRFSKPASSFRLEYYITDNDLNNMYANRDPKPGSMTPGALELQLRCFAVKEDLAAGHCWPASTQLSVNGFGVPITQRAP
PGHSNPSKVLRELPANIFQYSRVGRNVVDVRTTANPTLFGFMVQIVEVRNINDLVNEVKDASKNLTYEGAKQEVIKSFGS
EDEDDVVATVTMLSVRCPLGLCVINLPARGIHCKHLQCFDLKTFMIFSKKARSKAWRCTVCYQFIKATDLRIDPYLKKLL
AEVEGEDDLEEVEIFPDGSWKRRLKEEAVAEPPAKKVKAEQTEAAGASTNTAPGNDGPPGSSATAPVEIDLLSSDDEDDT
APATAANPAITAAASASAPILLDDDIDILTVSSDAWDTPATSVAAATTTNTTSDGDCGEYFPFPLDENLFPSTTNTAVSP
PRDLLNQAESNLASSMASLSRNHNVNNPFDQRQRRQARPPPKPTTMPNETEIICLLDSDSD                   
>Tgon_XP_002370567                                                              
MFHLGVFLCDSKSPETLANQVWQSGQVKEAEAEKRVLAIINNRTGNAAKSDDSDDDDVMCLEVTRRIKLLCPVTFTRIEV
PCRGRACMHLQCYDLSGYLLVTRNTKAFNTRWKCPECHLYVRPDELVIDGFVQKILSGTEEEASVVELQPDASYRVVTED
ELKEESKRAEKQRQLASGGQAGASSPEGDVKASQDGPAKKAFEVVEMLSDSDEDEEEAPGNQGDASATSANTPSSSSPTA
VAPDGGPSPGAQLAETSGVPPASGEARGSSPFSEGSQQTHTEEQSECEATENSSLTPKIQERSRVDDDDNLPHPPKRSRR
VVTSPVSSPAPFQPDPGVSASELSLSSPKARSAAAAVSVSGASPQGSSQAVAAQNPERQAAALAVSLQRHAHAELVVLSS
DEDGDSPGGSKASRAPDADAAQNGNPEKEKSAERESSESPVEPGREEDAEASATRRSGAPKDARGQNDVERPQTLCCKFF
FLDQRIPNQQMVAQTTISGINNT                                                         
>Tgon_XP_002366970                                                              
MGNRISDCSDGSDSQSSGEETEALSSSVLEASENAPESFLCRQDGGAARDSSSRLRLPIISHADNAREQVTQNFGAHDVD
DHGHSDSISSGAAWSSSGCFPAINDRDAGNSRKWRTEFVESESQSPSSYAAFDNLAPDNALASGRCWSSQTSQAAHRTQR
AQTPERRPADDASLPRRGGRCEEVMWGSDDHDFFSPTSRPTHRKHGTGRERVVRPQVGLETPRIRSIDEGDERLTERHGS
SSFSSSGEKTEEEVTHCPVNRSHGIHEPSSYDQRPILGGCLPFSSWRDEQTNVRFRGSERTYATAHPVPLQAGERGRKRT
RQMRLEEEWVQHLERGSQEPEEGLTRARDVEDTSRRQTHWFHRRQNAAYSSGRPDGSHRYPSRSLPSSQASAREKDTFGT
GSSLSSYSHDAAGTGRGVREVCEEKDWADDQVVTSMSGSPSGRSGTNRSGSGSQTRAYPFLSPEKGVIYSTRRGIGLSGL
REGEMETPPPSHSLRSSPRKREEWVVEDGTSVLSPRIHKQRRGPPHDEAADASGSLATENQRREEAAEEGPLSRELCSRN
RDSANSLRKPSLYAHVQHRVPSHRVRSSAGRRTTAGDSSESRKETDFLPFDASSSGDALDESRHRSGSMRAETMQVREHD
CLPPSTENKLEMTAREARDSLHGGESRRPLEEWTEKLEGALQPLMTQQRTTRLAQNTWKLHGKEVSLGEGKAFCLCEDPS
TEVTWCSSIASLACPAYHLSDEDLAGPPALIPSLAGRCVLPFSHSPVLQRELASNPSAALELRFFPMDDPVCGRHRPYIP
DRLQIFFNPRVRALTAGSDITPVSLRKRSGGREAKGGIDDRDGFISYSFSGFDCSAPDFETLYDPVVPHLHPKPPLYLSD
IKRHARPKSGMNYVVLKWIVAQKTQRRVSTSSDEVEIFDDSHGQNRISGGGKDSIMESPRSRRCSMSSSTLKGHRDICGS
ANVRNEDLRDGALNHSNQVTETPRRGFWSVIFERLPGFKRKKTVASPQVSTTASASQSALPPVLTLTLFSDDIAGRLRTP



VRSVHCRHPECFDLQFYVRTNYLRHCARSSWKCPLCEEYAFPHELYVDTLVQEILHMTDFSPPKRKAKTVSFHSPDLEKY
VVEEWCDDDYEDLSMELSGW                                                            
>Pfal_C0H5J4_C0H5J4                                                             
MTYNVNNTNMAEYLNKLRVYDLNQLCRKFLLPQHGKKVAIIERILQYITDVEREEQIYEFILATKPSIFEIINDKRMGTN
ILHDSSKLFFSNSNYVRNDNNINVNCNNIDKLAYASSDPPSTKKAASSTARKGKVKIYEEDNEFSTCVCGGMSKNMSSKN
GIVKCIECKKSQHVSCYIPNTFINKDLSNYEILCIACRVKDMDPFYPMKKVLWMKNISTNTEKLMINASDIKQWRNENKD
VIVFCINLEPQNLKNTAPIKQEWPKTFNLKVNGNITEKIFEPSWEHKRRDSPLKITHTLKAGINSIDIISTNYDIPKLFV
VTFALCKYESEQVIIENVILRSSLNFKDAKDRIVNILSTKHDSDEVMCMEVNRKVSLHCPFSLDRILIPCRGIMCSHIKC
FDLKSFIDVTKKTKAFNNRWKCPICSFYLRPKNLVIDTFITYILSQVPKDIKEIELSKQAEIIFNKNNQEPKVIKQLDDV
DTLDLQKKHIDIKNEYIMGKSYNEQKNNNSFNNDEIIILDSDTDDNNSTYNINCDKYNMEKNNNIIQGILYIN       
>Ptet_Q6BFZ0_Q6BFZ0                                                             
MEHKKLLENVMIDLLKDPSCPIYQYQDWQLINICQQLQIQNFSNIKDQDFQKKFAQFFINYLEAENEITNILEQSSIKRS
DSKKINENYSNQNNQPLQSKSLTKSNQESNKQKQDQLDMIRNKKKVKLKQSNPSDLLEIEENICTHSSANLHQMISQGPK
LSQYSFDPLIDSHQDQIICKEKTQKITSKEQGLIESIFQRQVKDHDLEPTSKNKKQSLKDSKNQVQSNPIQTLNDFIRNK
KQLNVDQNKEERENNRAFVDNKTIEQYFRKNRQIQIQKKPSRAIIDSSPEEGEIVIQISDSESQKQKNIQDQQKLQGKYQ
MDELIHVKSNKIQQKKNNTRQKTFNQYKDQDIIQGMQVEQQINQPQSSILQNQEQSLTDDKIQFEILKQKQLLEKQYTII
QSQPPQQNSNNYFQNQERNNLINSLSNTSNSILQQINSQNDIQNPNLAAISNPVLAIPKEPSNVILQNQQFNQNDQSNIN
LEKSNKFLRQKNSYLNKLNQQQINQRQLQGQMKFAEKQNQQINQTNNPPQSLIFSVEDGVNLERLREKKPKIESNDTGNN
NISQQAHQYLKISTNWNQCNYCKQIDGKVKLIEIENEANICSSCLLEKLNPFKKIVQTLGFLEYQYQQRSKSRIHLDFTI
AQELFRNPELLLEIRCVMMNKNGLTDFTFPNSCTLLINGVTIKEFKPLIEKSCLRKRKDHCILINLDEFKNIYEIQRKYT
FTCVETIPDSKMRQEIPNQIYIFGLFVVQNQRLEQIIQSIVNQSILSQIKTDVQKHEIKVDKSKVSLVCQYSFDLIKIPA
RGEFCQHQQCFSLNSYLEMMIHAEHMKWICPICKKNSISLRIDHYQWGIIKKIQQLNIKVDQITVDQNGTLDSKDPFYAI
IQNNQINGYNDLISQGYTNFERSSHQFDNDDQIMSQNKMQTKGGNESNAILID                           
>Ptet_A0CJ26_A0CJ26                                                             
MEHRQLLETLVVDLLNSPINPLVQYRDFQIQHICKQIGVNEYGGQKDAIFFKHFASHFISYLNEKNELSPIISQAQITRN
KSKPQELQSNQQIALPQKPEPIKSPVCFKPKSDIVQIIDDDIVDTNKPKIGLEVFLPKSLTPVPNIIGVNLDINNNQFNK
TNDHVKHTSSKTASNKQEIKPKDPKLIPDLILKKKIIKSPQKHDLQNKTFTTLEPVEIKETQLNRSLQSKTELHNHQKKK
KLSPSLDIIKRKDSKPSTFKPDSLSESFELRTSDDLSLREDSIKRKENIKLFNKHEKKSIKGPESINKREKLQKIEKKKH
SESDILQKIEKQTQQIIPIIEKKDQKKKDRNDNNNKQKHNKADQEKFQQKEKNVILERLEKERQDKDRLEKERVEKFEKE
RAERLEKERQERIEYLEKQRLERERQDKLEKERLERLERSDKHRQKESQELELIIEKLLCTNQNETQKVKKNSEQLIIME
SNEKAIKKSEKEQSKFEKPVCNYCQCSDTKTIEIQDGVRICTQCLLVSINPFQKIITKLAFAEYRCSGKENAKTCYSFTI
ENSFDCNLEIRCVSLNKQGLYDLTFPMSCTLLINGIPIKEVRSLQEKSSLKKRRDSSIFLNVKDILKQNNFSKKFVFSII
EHLPDQTYRKDTIGAIYSFGLFLVEPLNVVKTIEKFKSLDIQPKIKSDQGKKEILVAKTIISLYCQFTLELIQIPAKGEF
CQHEQCFCLRSFLEMMIKVEHKKWICPICKKVCFHLIIDKYQLFIIERIKQLEISVDQIVLDHNGQMDKDEQINLILQDQ
TIKTYQDIIDRGYLNINKINKNEDEDDMPIINNDGKSQNVAIILIDD                                 
>Ptet_A0CUV2_A0CUV2                                                             
MKSQQLQKDLEAFQKQLKQALPTIINRVTKDIGQMLYFEKLFKDLKPNSVQELYFQSLLRLDPHIARQQPQLDEPIQNIN
ELIHLYFEQQAEKLQEMVLLEKELKMMRELEELQVSQESTQIQNSLIELEQSKGMDVEKQNMEEVCNTIKRKYWRQAQSP
SCDQCFCGNQLHYKQIVKCQLCEKHFHINCLDKSYDERYVKHFTCPRCTLYHMDQFCEVISVIIEPFSFKKTGLTSTKTV
KFKSDTNMIDVRCIRMDCPLSAEEITWPDLGELHINNKKVAEFIPLAQQSCQHKRKDEKLIFSIPQNEECSLMMKETIPG
MEQKRKYRIQGEQLHYVAGYKTKQYSGKQLIEKIITSSENWMSVEQAQDFIILQMNYISSTGIKQIKQTISLLCCLCSTL
MVTPVRGIYCNHIQCFSLENYLLMLEMSNPRKWRCPICKAKLFKLQIDALQYTILQTIRQYNLQEKYSEISFDHMGNILD
DLIQKFIDFNNLPEHAKTSRNRILQLETLSNQRREFDNEMEESEQLNNRPLNPNSIVIIYYQIIMLILILIPFTFSLSSD
CQYAEAIIQMFVWNQYMHNLKTSDVSIKTQQMH                                               
>Ptet_A0DAX0_A0DAX0                                                             
MNQNNQLQDEITKELLTIKQDIELKVPEFIRQGCLELKVDQISTQKKQDIIKCLGGIKYKQDKQFIPKLTECLLSHLLRM
KKCSLQSTNINPTRPIYLGQLITITMFYYEDKIIKSYSILEELTKFINKQIHIYYEGIRDRLKLIKDKEQQLLNQLRNSQ
SNNDKQNETQQDVNFLKCYCHSQPGLYVQIKAKLNTSKVLQCKICSQNFHGFCLQINHDIQDFICPYCTLVMLNPQNKVI
DQIVQSTFQQFLQFKNEKHFLFNCPVKHKGSQIEIRCLRIDGKDGLNEITWPDYGELQMNGVKLAEFKPLSINYSVKKRK
DDSINITNHIKHNEQNRITLIEYKSNEELKKQFRIQHQCIYFIGIFSINQLNAKEFLLDIKQYHKNYLSIEDSFKLFKQE
CSTNKDVKIKSIKISLLCPITLQLINIPARGRFCNHLQCFDLENFITAIDDQRDKKIWKCPICKLKCFKFLIDDYQQVIL
ELISENSLSNKEVEFNENGEISDLVLRELCNQRLKNQYQMNDRIKKQIKTD                             
>Ptet_A0E627_A0E627                                                             
MEHKKLLENVMIDLLKDPTCPIYQYQDWQLTNICYQLQLQNFSNIKDQDFQRKFAQFFINYLEAENEIENILEQSSIKRS
DFKKNNVDRSQQKNQGLQKSNKEKKDQIDTPKNKKKVKLKQSNPFEIEENPCAHNPTNLDLKVPQDQKLSQCSFDPLNDN
HHDKNISKEKTQKSTSNEQVQMEDLNERKDKDNNQECNQKQKNNNINDFNNQKQSHQITKPNDKIETKKQLQVQQKNDER
ENNRVNDNNKTNDSNSRKSRQIQIKKKPSRAIIDTSPEEDEFVIQISDSESLKKRNIQELRNTQGKHQMDDLIQNRKAQQ
SDHNQRSKILNPQQNLKNMNFNQKKLIERPIISPLIEVPQFNQNSFQSIGGIELQIQKQKQLLENQFNIIQSQPAYQKPD
NYSMNVEKNNLNNSLTNTSNCIIQQKNSFCDFQNMDSAPLLNPLHETPKESSKYVAQNLQIHKNDYLGVNLERNNHQPKQ
NLQYWNQNQFPYQLQSHIQSNQLPNQLFYQPNIYPQSNRIFEGGQNLEFQKDQKPKLETYDVTTSGNVYLSTQNKSLQIK
TNRKQCNYCKQIDGKVKLIDIEDDIKICSSCLLEKLNPFKKIIFSLGFLEYQYQQKSQSKIHLEFTITQEQFLIPGIQLE
IRCVVMNQNGLTDFTFPNYCILLINGQTIKEFRPLIDKSCLKKRKDHCISINLDFLQKTCGIYKKYTFTCVEMIPDSQMR



QEIPKQIYIFGLYLVQNQSLDSVIHSIVNQSIMSQIKVDFCKNEIKVDKSKVSLICQYSFDLMKIPARGEFCQHQQCFSL
NNYLDMMIHAEHMKWICPICKKNCISLRIDQYQWEILKKIQQLNVKVDSIIVDQNGSLDIKDPLYPIIQNTKINSYGDLI
QHGYTHFERSLPQFDNDNEIISQDKFQPQGENEINAILID                                        
>Ptet_A0DUV1_A0DUV1                                                             
MCIMDFGLDEIEESEQADILRLLSAPKFESRQQFLIVIPEYLIKHLLKIRQIALLNSPEINYSNPTNLKSLIYGSLLPYE
DPIFYKHQILQNIVKNTNLKIMELLDSKKKAINVIKKREIQILNHQIETSIKKQTTKFTQKKNCPQCLCKIRGFKANEEQ
IKTAQTLRCKGCKEYYHSCCIQKQQQDKQINFMCPACQLSFASPLEKVISVLHEPEIINLVDENKEKTLLFECPNSESNY
QIQMRCLQIGNVDKLTWPESGEIYLNNLKVIQFDSKMGQKSGESYIVTQSVKFGSTNKITILYQQSIFKQLMSLNISQKQ
QTETQNYYLFAVYSVKVFSPRDWLYDLQKDQSVSIQESSNRISTFINQIGETTLKVSLLDIQTLNLMKIPGRGFRCTHIQ
CFDLEIFVKLNQIENKWICPICQQKCHKLVIDQFQKAIIENIVEQQLKKTEIEFDRDGKLTEQLIEYNQKSSNLDDEMQI
EL                                                                              
>Ptet_A0DE69_A0DE69                                                             
MSGQPPFKQRSILIFSFLNMSNFNMLNPQNTQISQAYEKAIKDAVNSVHLQKLGKKQLQQIAKELNIPEKKKKEEIIAQI
PKQLLQYLIQVDPSRPVEQLLQHQPNLQNNESIMAILKKFQGSIINKTQSFQQQPQMQRAIPQLLQNPYLNYMVLPQAQQ
TQQQMLPQYPQLMNINLYQQHLRQNPPQQFFYQYNNQWNDPLPQTEMQQLLMCPCKIIPAKRITNEEVKCINCDNKLHIS
CLKLQPNDVKMFECPVCILSKIDPLNQIIKVLAKPTLMNTTQSTLNFMLTTEEYQQYFNLYKHSQLQDRSFQYQVELRSI
RLDAKYINEITWPDFCEISINQQRVSEFKPLKSNSSLKKRKDEIQIIPLQQNNLAFSIKSGYNQIIIKEVQNCQEPKTQF
KLCEEYNHILILSGVYAQAIYLTKKRPHQELINQIKQNKECIKTKEECIQLIQKACIAEKTDNDVQIDKITIKVSLKCQF
DYQMIQTPARGRFCTHVQCFSLENTITINAGTSRKWKCPVCKKKIFEIIIDSYQFQLLDQYRNNKENIKEVVFDQNGEIV
QEIKEEFEESEEEQISANKQNQLEEQQKQPLLQKPDPSFLSRLMLFNPAATFMQIQLCKKQIDQINVLQQQQQQLSQQQI
QQKEKNENVNSSQNKAQLKQFVESNLSNIEGKQNSLQSQLSQQTITKPKFIKFKKFETWLDEVSQQEIAQKNLEKQINDQ
LNEEQNLEQKQSQQQQDEQQQQQQQQQQQQQQQQALHQENDKPIQKSNRLKERMVRVIKKQFSEFIRKNFANNMNATNEN
NPKNPQQTQQQQLHQSATKKYIYKLSEEKPKINTSSQFTKMLADQIIMQNPGQTEKQHDDLKTFSEEQLKSLQAFQGSVF
QQQLLNSKQQDQNILIQKALSNQNPPIIVHQQQQLQQLQHYQQQQILQQKLKEKPLQKIKSPQPSSGQEGKNGKDMENPI
CID                                                                             
>Ptet_A0D033_A0D033                                                             
MYKQCYCEQQNSLDSFSCITCKRQNHWPCYDYQITDKQPLEQRCLDCIFQASNPFKQIEHYVRFNNKKSKIFQIGKTVQE
QQFSFTFEVNKYYEDIKKNQIILSIFCIKMKEQKQLFVWPSTNIEILVNERYQIKYHETDFAYVSPNNIVNGQNRIQLIF
KDKNEYNSLFGILLVKNIEWQEVKQQIMDADKDQIEQIITQQKVFYFDKINKPNENSEESIDVQVQSNLSINLLDPFTQQ
QLQLPARGKNCQHVNCFDLNTFLIFNSQPNKCRWTCPYCHLTTAYDQIQIDYLQVRLLQDIKIDHPNIYYKIQKVSLNQI
FQYQINPKLQKKQMSRKQSILNSQNLTQLIKINSKALEFENNQIQFEIVELQKRNNYTSAYITFKSAKKLIQKIKQKELL
KNNIVKDTSELVKYFCNLFDLKYYDKFSVFDSQVDLQYLESQQDFELICKAIYENTVSGLFIYFIRFVTPSIKSFAQAIM
QFSSHLKLSFKLNYQKKMLELFLAASYDKNEKYSQGYNFKVICSLCKVTNDEYTNHIIYLSQKLRTIFYNLNASSLFIVR
NCINLSHMFDQDFIYNKLREDQDIYESSVETIKEIYSAQILKENPNVSEILALILYLLYRKDKIYENIWNQFNDYNLGNV
KKKFKNLEYQNDFCYL                                                                
>Ptet_A0BMF3_A0BMF3                                                             
MIQANLDLESFYQQLPENDVLKTIAYEGDLKITNTSNKQFKYPTVSNLCLHPKTCYELEFILGEIAEKSFWKCEECRKSF
VKEDLCKDFRYKVQNEFNEFVTNIMIIEGKLFNKSSRKARYLNHFTNPQVKIHMRGLYQRYVATEGSINQIIINELKKSQ
KIKTGTNQRIQYWAFCLQDKVKITIPVRIIGCNHPECYELTSLLQVQSQKQEQFYVCSYPGCDNPRKKIDISTIENLFSS
ITIDEDLLKIIKQSSLSSMKFVFNYQTQKFEEDVYREQGQIIDPVIQKYFLKNSKEIKVAFAEFQKQVLSLVAQVCQNDL
FKDQPNLEKLLAQHKFRNLEINMKDKQTDMIIEQPVRCKNCTNFSTCLDLKSYACEFIKRKLIKQTDLFKCPICQTPFQG
NMVQSMLQNYIYLDQNLLFRMFKDLSYVNTTKFQYLGRQYMIQEFQERQVLTKTEYINALTPKNPSQKVEFKSIFCSFNK
NQKLDIPLVLFNCPISTVIDFDTFYLQLEKCNFDLSSGLILCKCQTCNTTPIKSLSGSIFYHEAFDYALKKYYSSNSKSM
SFSYDFQKDTLTNSGALADTAALKNAQVPKKMGFLDMLNEEEYQKIFGEKKLEGKTFQILSITQTDVFDGIAITYNKDGI
DSNIVERKEQMNANLKNDQTLKQYNFVIKEMKLELNNNPIVQNLDLKG                                
>Ptet_A0DE56_A0DE56                                                             
MNPKSHEVIYDTLSLLNPITKLKYINPTLTKDCLHKNACFERDEAVKGIENNIYYCPHCSKPATSLNDLVADWRVNAYKE
FNEYAEDVTVISGVVVNKYTRNKKRYLEFFTQTEYMNQFKQMFERASKDSSISSLIQKELESKQQNLNNQQKINFWSFCL
QDRVKINIPVRIIGCKHYECYEITSLLSYQDQNKLKKEFLECNQPGCSNRLKIAHRDYTKQSNTPKSPELDEQEKIFDVQ
TLFSGICVDKDLLTAIKKSNPSSYKFYYNYIDKIIQEDIRIVNGKQADPFIEKIYQQHPDLQSKVSFEDFQKQIQQQAIA
ITQGDLLQETKELNKQVALYKYRNYTVNMKDKLTQLTIEYPIRCRLCKDLKVCMDMRSFIAQVNYKKKMFPKQGYTCPLC
NSQLNQNITSMNISKQIYLDSNMLSYMFKDMSYTNGTQNFEYKGEQYMLQEFLDRQKIKRENYIAKLTDRKVLFKQLFCI
VNKDKRIQKPLILQNCPVKNIVDFTSFYEELKKIDFDYEKEDLILCKCSVCSFIPIKTFVGNIYFHEAFYEALNKLSKIE
DLKNCTEFSYQFEDTELESKVLNNRAATTNSKIKVVLPPTGVRDASNLQNVTGEEGFLDLMDDEEYQSIFRKTEIQGFEF
RTQGLKQNIGGIEIDYQQQGIKANVKEAVEKINQNANQDLKRFQFNVVGMSVELKGDILRQNKGEFSYNIKQ        
>Ptet_A0BTZ1_A0BTZ1                                                             
MKNQQLLKDLETFQKQLKLALPSIINHATKDICNSQYFESLFKESKPNNIQELYSQSLLRLDPHISRQKPQLEDDIQIIN
DFIHVYFESHFSTLQKMMLLQQEVKTQMELEEVQKTAIQESKQQPQQLTQKEIDQNSALEYDTVNMRDVCLKLKQKYYKI
PKQPICEDCFCGNQLHYKQIVQCQLCDKYLHVNCLDKSYDERQVDNFTCPICTLSNMDQFCEVITTLVDPCPFKKNGLTN
SKLVRFKTDCEMVDIRCIRLDSPQAAQEITWPDLGEIQLNGKKVFEFVPLSLQSCLHKRKDEKLFCTIPKNEECTLIFKE
SIPGIDQKRKFRILSEQLYYFAIYKTKQYTSKQLIDKIIDDPQNWMSLEQSRDFVILQINYSPAIKIIKLHISLLCCFSS
SLIQTPVRGIYCTHVQCFSLESYILMLDQQIPRKWRCPICKAKIFKLQIDALQYAILKSIRQFGLQEKYSCISLDFQGNI



LDEFISKSIDYNLIPEIAKQINNRIPQLEKLSSSINEKEDYEIQSNSKLNYPKSIVIIQSRDFLFLNSCQWLFCYNL   
>Ptet_A0D645_A0D645                                                             
MIKNLQEEIEKFRTTQIEIQIEKHKHSLSEDSVLQCYLVMINSDLQQALKEYINQLLDYAKNLPLPSNNELAVAFSQSFI
PINTPFIKKFKQVKKIIEKVNYNVLNHFRKMYDEMRNVQCKKMEQQIKENDFSKCICAIYQKTKTPKSIPNAIILVCFMC
RFQFHNTCLRYKIKDGQPSFVCPQCILTNMDPLHKVESMLSCLTLETRSQSEKSTTMNFTLNQVELNQSLDIRCIRLDGY
RYEQSWPDIGDLMINGIKVVQFKPLKVNSSLKYRKDEYYTVKNPKQGQYRVVLRSQSSNLNDRKNFQIKTDQLFYFGAFS
VSEISSTELIQQYQFDKSKWVNTQQMKDNICMYSNLNQSADIAVNKISVSLICQITTLPIKIPCRGILCEHIQCFCLDSF
CKFIESLTQKKWSCPVCKRICLDFYIDGYQFSILEFLKSSKANKQSKQSFEQQVSNINFDRNGHYLDNFIDGSQLKFTPG
RNYFNEIYSQKKLIKEDQIVKI                                                          
>Ptet_A0BVL1_A0BVL1                                                             
MEHRQLLETLVVDLLNSPVNPLIQYRDFQIQHICKQIGVNEYGGQRDAIFFKHFASHFISYLNEKNELSSIIQQAQISRN
QSKAQELQENKQIALPQKVQQFVSPICVKPKNDTAQIIDDEIGDSNKRKIDLETFVPKSYMPVPNFIGVNFDINNNQFNK
TNDNSKHTSTKTASTKQDNKPKDLKVIPDLIVKKKNEKTPQKIDNNNKTYTFLEPVEFKETQLNRSLQSKTELQNNCKKK
KLSPSLDLIKKKDIKPFKPFKPDSQSESLEIRTSEDLSMREDSIKRKENIKLQNKQEKKLSKDLENFNKKEKLQKIEKKK
HSEADIKQQLEKSTKQIIPMIDKKERKKKERLEIDKLRKEKRELERQQQLKEKNQILERLEKEKQNKEKLEKERLEKERL
DKFEKERTERLEKERQDRIELLEKQRQEREKQDRLEKERQERLERSDKHRQKETQELESIIEKLLCANPNDSSKVKKNQE
QVIIVDSNDKVTKKLEKEQSKLEKPQCNYCKNMDSKTIEIQDGVRICTQCLLVSINPFQKIITKLAYIEYKYSGKENAKT
CQTFTIDTSTNCNLEIRCVALNKQGLYDLTFPMSCTLLINGVTIKEIRPLQEKSSLKKRRDTSIYINVKDLIRQNNYSKK
FLFSIIERLAEQQYRKDTVGSIYCFGLFLVEPLNVIQTIEKFKSLDIQPKIKADQSKKEIQVAKTIISLYCQFTLELIQI
PAKGEFCQHEQCFCLCSFLEMMIKVEHKKWICPICKKVCFHLVIDKYQLFIIERIKQLEISIDQLALDHNGQLDKDEQIN
LILQDQTIKTYQDIVDRGYRNINKINKNEDEDDIPIVTNAGKSQNLAIILIDD                           
>Ptet_A0C242_A0C242                                                             
MQYFNNQALNSIIFDTFSLLNPVTKERYRNPALTKNCLHHKACFELEEALKEIQQQKLYQCPHCNQQAFSKYDLVQDWRV
EAYKEFNEEVDEVIIIKGMMFNKCCRNKYKYLNFFTQPEYYKQFEQIFERVENDMQIVSLIRRDLQQQQIQNNNNKIIYL
CFCLLDKVKINIPVRIRGCQHYECYELTSLLNFQIENRKKIQYLECKQPFCSNRLRIAHKNYSIQSVPISKELDEQQKIL
DIQTLFSGISVDLDLLNVIKKSNPSSFKFYYNKKTENIEEDINKIDGKAVDPFIVKFYLQHPDVQQKMQYQEFQKIIQQQ
TILATQGGLLQEEQDLSKQLTLQRYRNYQVNMIDKLTQLTIEYPVRCKLCRDLEVCMDIRSYIAQFIYFKKFFLAKGFSC
PICNQQLGQQILRMNIQNYIYLDPNILSYMYQNMSNIIDTKIFEYHGEQYMLQDFKNRQKIKREDYVASLLDRIVVFRQL
FCRVNFELRIRQPLILYNCPDRKIVDFKSFYQELKKINFDLEKQGLILCRCNYCYRNPIKFIAGQIYFHEAFYEALNKYY
QIQDNNQNESHFTYTFADTERDSYIKTVQLILPLKINFQRENGSFWDMMSDEKYQSLFRGSEIQGYKFKLFAINFQTLCK
SQSYQINKVYMLIWNKQCRISINVLIKNQNNMVLKCV                                           
>Ptet_A0BST5_A0BST5                                                             
MNQNNQLQDEISKELLTIKQDIELKVPEFIRQGCLELKVDQISTQKKQDIIKCLGGNKYKQDKQFIPKLTECLLSHLLRM
KKCSLQSTNINPTRPIYLGQLITITMFYYEDKIIKSYSILEELTKFINKQIHIYYEGIRDKLKLIKDKEQQLLNQMRNSQ
TNNDKQNETQQDINFLKCYCHSQPGLYVQIKAKLNSSKVLKCKICSQNFHGFCLQINHDIQDFICPYCTLVMLNPQNKVI
DQIVQSTFQQFLQFKNEKHFLFHCPVKYKGSQLEIRCLRIDGKDGLNEITWPDYGELQMNGVKLAEFKPLSINYSVKKRK
DDSINITNYIKHNEQNRITLIEYKSNEELKKQFRIQHQCIYFIGIFSINQLNAKEFLLDIKQYHKNYLSIEDSFKLFKQE
CSTNKDVKIKSIRISLLCPITLQLINIPARGRFCNHLQCFDLENFITAIDDQKDKKIWKCPICKLKCFKFLIDDYQQVIL
ELISENSLSNKEVEFNENGEITDLVLRELCNQRLKNQYQINDRIKKHIKTD                             
>Ptet_A0CEG0_A0CEG0                                                             
MNTEANTPKPAQVLMEIPTIILEVKKAHEQYPNIEKEFEERTKKFSNLTQTMTVNFECSLSKEPIKYAVYLAECFKSFRH
YDTLIDLEQFLKLYFSNATQQAAKVLQCPICKSQTKFEKIEQAFFPHLLINQLRSKKQCGEFPQHMMYNFVDKTFYPLHK
GKMGSLQNAYFEQIAKLMKKEIMPQSQFYQLVQKWNANFNFLFYNNCSLSSMKVMIPVRSQNCNHFEVYDLTALLHHFDK
KEKQFKCKRPDCNSIIKEEDLCLDQDLFNSCLKSYSFRFSFIYNKEKRQLEDILEEKQDINLIKYRSFTKLSEYLNYQSK
IYKIVDQIYTSLINQEKTEEFYQKHSLDKIASEKLEFKFCQFTGQRIELPCRCIRCEQIQTCDLRYMSCILYQFQNPAEG
KMAGNIIDHCPLCKNPFTKKQKPKDTALHEQVYVDVKMMNFITITTGFVNINQKDFINYLNNKLITKVIVKNDQESILKG
KQAITTIQLKCPISKKKILRPIRGNNCTHAQPFDQGIIDLHQNGTIDLNQIKCPICQTKFDYFIEDNFLKDQLQIFFSYN
LEECDAVRLSIMNDKIQIKPRNQ                                                         
>Ptet_A0C234_A0C234                                                             
MLERINNWPEINGNTNLEKITLDTIKLKQLNGLQYENPVITNKCLHLKVCFELKEFEVQINNNQPFVCKICNQNAQQYSD
LMWDIRNHAYEEFHEFVDEIHIIYGCMVNKYQRNKKYIDLFTKFGIKEHFLKLIRQRDYQTNLKSLIEKNVFQQKAFQLY
CLLDFIKINIPIRIKGCLHFECYEFTSLLYYQQNNQQNQNIFQCIYPGCEIHLNISSLDTFFDGIVVDQELLKEIKKNNP
TSIIFNIEQETKTIIQNTYFPFSEILTQYSNKYNQQFTELQQLELQTRFNQVLQSITQSNLLLDKPQLKQNLSQSTISLQ
LQDNLVDQITKLKMELPTRCIKCIDFNNSIDLLTYVFDFVFKKQIDNKQKYSCPLCNQTQNQIMAIDNLNKYIYIDQFLL
LKLIKQKNDNNVLQSECDFFESYFNNLSYENNVIETVIFDTYSLLNHATKVRYKNPALTRKCLHRKTCFEFKEALQQIQQ
QKLYQCPHCDQQATNLDDLVQDWRVEAYKEFYEEVDEVTIIKGIMFNKCCRNKSKNLNFFTQSKYDKQFKQIFERVENDM
QIVSLIRRDLQQQQIQNNNNKIIFLCFCLLDKVKINIPVRIRGCQHYECYELTSLLYFQDQNRKTIQYLECKQPFCSNRL
RIAHKNYSIQSESYNSKELDEQQKILDIQTLFSGISVDLDLLNVIKKSNPSSFKFYYNKKTENIEEDINKIDGKVVDPFI
IKFYEQHPELQKKMHYQEFQKIILQQIILVDQGDLLQVDRDICKKLALYKYRNFQVNMIDKLTQLTIEYPVRCKLCPNLE
VCMDIRSYIAQFIYFKKMFPTKGYVCPLCNQQLGQYILPMKIQNYIYLDPNILSYMFKDMSYTNGINIFEYKGEQYLWQE
FNYRYKIKREDYVSDLYQRQVVFRQLFCNFNKELRIQQPLILQQCPYRIIVDFKSFYQELTKINFDLEKQGLILCRCNYC
HSNPIKVIAGQIYFHEAFYEALNKYYQIQDNNQNESHFTYTFADTERDSYIKTVQLILPLKINSQRENGSFWDMMSDEKY



QSLFRGSEIQGYKFKLFAIKMQIIQIPIVLDKEGIHANIMYNFNQNINEELKKFQVCNKQELLQYYTLVKYLILLVVIQN
SLQINEYLIIILYK                                                                  
>Ptet_A0C230_A0C230                                                             
MSGQPHYKQESIPIFSFLNVPNFGMLNPQNTQISQVYEKAIKEAVNSVHLQKLGKKQLQQIAKELNIPEKKKKEEIISSI
PTQLLQFLIQVDPSRPVEQLLQHQPNLQNNESIVAILKKFQGSIINRAQSFPQQPQMQRAIPQILANPYMNYMVLPQAQQ
QQQLLQYNPLMNMNLYQQQMRQNTPQQFYYQYNNQWNESITIPQTEIQQLLMCPCKIIPAKRVTNEEVKCINCDNKLHIS
CMKLQPNDVKMFECPVCILSKIDPLNQIIKVLAKPTLMNANSSTLSFMLTAEEFHQLQDRSFQYQVELRSIRLDAKYMNE
ITWPDFCEISINQQRLVELKPLKSNSSLKKRKDEIQIIPFQHNNITLSIKQGYNQIIIKDGQNFQEPKAQFKLCEDGVYA
QAIYLTKKRPHQELINQIKQNKECLKTKEECIQLIQKACVAEKTDNDVQIDKITIKVSLKCQFDSQMIQTPARGKFCAHV
QCFSLENTITINAGTSKKWKCPVCKKKIFDIMIDQYQLQLLEQYRNNKENIKEVVFDQNGEIVQEIKEELEESEEEQVSI
NKQNQLEEQQKQALQQLADPTLLRLIMMNPTTLIQMQLYQKQMGQISVLQQQQQIQQQQMQHKEKNENVNTYQNKSQLKQ
LVESNLSNIEGKQNSLQQLLSQQTITKPKFIKFKKFEAWLDEVSQQELAQKNLEKQINDQINEDQQNLEQNQSQQQQDSQ
QLEKQQQQQLQSEQQQSIQQQQQQQLLQQQQQQQQQQQQQQQQQQQQLQATHQENDKPTQKSNRLKERMVRVIKKQFSEF
IRKNFANNVNVSAENNVKNPQQTQQQQQSATKKYIYKLSEEKPKINTTTQFTKMLADQIIMQNPGQIEKQHEDLKSFGEE
QLKSLQAFLPQGFTNPQSVFQQQIVNQKQSDSNAQIQKVLSNQNPTLVGQQPQPQQQQQQQQQQQQQQQQQQQQQQQQQQ
QQQQQQQQQVPQQKMKEKSLQKIKSPQPSASLEDKNGKNMDNPICID                                 
>Ptet_A0EIK4_A0EIK4                                                             
MKMMKSQQLRRDLEAFQKQLRQALPTIINRVTKDIGQMLYFEKLFKDLKPNSVQELYFQSLLRLDPHIARQQPQLDEPIQ
NINELIHLYFEQQAEKLQEMVLLEKELKMMRELEELQVSQESTQIQNSLIELEQSKGMDVEKQNMEEVCNTIKRKYWRQA
QSPSCDQCFCGNQLHYKQIVKCQLCEKHFHINCLDKSYDERYVKHFTCPRCTLYHMDQFCEVISVIIEPFSFKKTGLTST
KTVKFKSDTNMIDVRCIRMDCPLSAEEITWPDLGELHINNKKVAEFIPLAQQSCQHKRKDEKLIFSIPQNEECSLMMKET
IPGMEQKRKYRIQGEQLHYVAGYKTKQYSGKQLIEKIITSSENWMSVEQAQDFIILQMNYISSTGIKQIKQTISLLCCLC
STLMVTPVRGIYCNHIQCFSLENYLLMLEMSNPRKWRCPICKAKLFKLQIDALQYTILQTIRQYNLQEKYSEISFDHMGN
ILDDLIQKFIDFNNLPEHAKTSRNRILQLETLSNQRREFDNEMEESEQLNNRPLNPNSIVIEQYQIIMLILILIPFTFSL
SSDCQYRSITDCLELNMHNLKFRCSIKNNRCIEQRPEMSQPQHQGTLKFQYLSKKERLEVQKNAQKRRSKFIKNRFQDEY
SEQDFGTSFSISNSYSGDLFDNFNGDGSYSYCIQI                                             
>Ptet_A0DL03_A0DL03                                                             
MIQKQIFNPPKSISDLFLGSYFNLDDVPKINRHPILKKIIDHINQRINHFFQHQISTLKFLIDQQKLIDSSSTRSSPIVI
DIEIDSNQKIQEEQQEKVLTQESELIQLAQYQHPTQEQLNCPYCVCKKSNQTVLKSLALRCAVCKNYFHSSCLRIEKPKK
VFVCPECILIGIDPLHELKESILDPVIFQSVEGRANQFTQKFQMKKGIPSEQLIELRSIKIDGQYEDISWPDLGDLQLNG
KKIQEFRPLANNSCLKKRKDEKLMLNIELGQVNLLTIRESNGTPEMKAYRINQGIPYMLGIFQVKVYKLSEFIKKVKMDQ
SCLLGIEQSKKFIQLSILQNQFDEVTMESIKVSLDCVYDLNQIQTPARGNICEHIQCFSLENLVTMMKNVTPRKWKCPIC
KQMILGLQVDAYQMCILTIIKHLQAECLILQGEVENPELRELLKQQETTLPDSTRSNNNRVIQLEQISQRILKISNQVVA
EPKNKYKPPPPLPEPKPIKKIGESFSDAILID                                                
>Ptet_A0C8G3_A0C8G3                                                             
MQKQCYCEQNNILDSFICYVCHKNHHWQCYDYQITDKQPSQLRCLQCSLTANNPQMQFETFIKLNNKFNVAIIKKPAQLL
EKVFTFEVNQYYEELKKKSIILAIFCTKTKEPKKLYEWPSKNVYVELNNQHHIAYHINDYGFIPSTCIQWGANTIKVKVG
EDVESNSLLGIVIVKSIKISELKSKLIDVGREKIIDSIITQQKQQYQDKIKSLSLVDDTLQDSLFSVKLIDGITMQQLEI
PVRGKQCLHFDCFELNAYLTMNEKPNENRWKCPICNQLVPYDQLQVDFVLIDILHEIKCDHPKIFHKLQRVQLNQYLEYK
IDEKYIEEETQIKRILMNSQTLSQTVKINDVILEKATDSVVKFIQEFQRKDNYSSSLITFKSARKLLKKFHKKELFKNLE
TNQIQLSKFFIDMFDLSNYYQAYIFEDQIELQYYESLQDFELICKTIYQQTVSGLFIYYIKLFHPTVQRMTQSMAILCTQ
LNVKPAVIHSKKMLELILATAYDKEQKTSLGYNFKQICCMSKMRRDEYYSNVLYLSQILSFVFYNTEISSFFIVRNCINL
SNIFDLFYFQDKGKEDSQLDDYQLTIKLIKEVYSLKIIKENPNILDILRLILYLLTKRDRKFENVLDSFKEYNLGDVKNK
FKNMEFNGEYYYL                                                                   
>Ptet_A0E1B9_A0E1B9                                                             
MLPLKEYKENIFKNNVSHFMNELIEKNIQSNLVEILLKCQLSSMPVTIPVRHNSIQYVACLFDLDSWLEYYQTNNRDGHG
FSCPGCKVFHLYDDYGIDFKLYHALESFKLLQKKYPGVKFDKDKLFQSTQPTNPGYFAQNKVPKNQAASAIKYQLPGITP
ILGIQRKLEETNSLNPTQKTISDEMSYTSVKLQQYTNNKIYKQAKENNLKVQDLQQKVKKRAQELQQVFRNAMKLITLTQ
NNLTNDFIFALKRRQRQEISESTLIVYFINYGVWHEFPLILKGKPYLQKEQALYIKGEANNQKFIYIIAGKTEDRFVQSN
QVLKVTFSNDPFQDGKSAVMEELPPLPQEGYNFMGTHYNNNVYVFYGQGQKKTKDQQILDELYNKAYVMRQQTPWQVLMY
NLIPRFGGSFFVATHPQFSKLLVIFGGIQHDPDGLVAYRCQQQNQGQIFQCKDEKFIGKQCFDVHFSVKKDDEYQKNVLS
SPVFSAPYYGYNQLILSGEFLKFEYIMKREIYTFDWANGEIKKNEIFSLEPPEQFLIPTRREGVSEVFTPVQDMEGAVCF
GNFYIIHQYEVNPGNKVILQLLRINLTNGQCKHLFPYVVFPTNYQEHQSSLQQATIKRNQLAQS                
>Ptet_A0BMF4_A0BMF4                                                             
MMSDTNIVSQINYSRKEKEIRKSPEYSELLAQLQPGGKVIKYKSDELDICLTSGEKKIRQIKVPICIEDCNHEIFDLYDI
FLNKGEITCKKCHKKGTKKNIKKEEYYTFLIKNMSEKSFSCSIVGQLCFHSFSQEIQPIARELLKKNQYLQLFTAVVQNS
RSKADALKENLLNLIEQKSRELNQNNPIHTNRILEFPFQCLINYQKIIIPVQLSECKHLDCYEYTNILKLIDDEKKLPEQ
FQRPFVRCYYQGCETLIPLDLNQLKQKLIFPYDFGRAISKNYPFSLNLIWDFQKSGFEYQKIKIQEFLKNIDLRSCFSKE
NGLDYVILSQLKKIINKELSSQLQNKLHFSKYKVNLEYIQFPSRCNYCELQNVKDIEDFLLSYYIQDKHEKKNYFICPAC
NYKHDNFKTLEQIIYFDGYLYNALQKANNRQQFEYNKSEDKFTKFFQSHQIIDFKQIKTLYQQTRIYPYAKQFCTLSNKK
LKLPLILIYCEAKRAVELKGLKKFWRKIILVLVNFLNAIANFARPNHNYQLQTFTGILSFILYHLLAQKQVHLNISGINQ
LIITSKILKLTKFQIFKEYCKGIMIINNAKIKNSNNKDNNNNNNNYNNYNNYNNNNINNNNNNNNYNNNRNNQWINNQKY



FNQDSNYNNSNINRKQ                                                                
>Ptet_A0DE82_A0DE82                                                             
MQFIQENQNLRSIQVDTLKITKGLAQQYINPVQIKYCQHVRDCFELDEVVKQFNNHSNFICEICKQSANTIADLVWDVRY
HAYQEFHKSVDTIHIINGILINYYWRKDIYLKPFYNVQIRDWFLKSYQKNEIFDYSSKSYNGNIEFLGFCLLDNVQINIP
VRIRGCTHLECYELTSLLHLQNNNSLNPKTFKCNHKKCGQKLDISSLDTFFSQIYIDVQLLKMIKKSNRISIKIKYNKQT
QSLEPQIQSSIRELFDEFQNKYSQQRIELDELQCQNLEQFFSPILQNNLMQEDEVLKKKLIKNCQSSQSISMIDQITQLP
FEIPTRCKYCTDLNKSLDLKTYVFDFFLKKKLNKNVYKYQCPLCNHSQLQTIQVANLNKYIYIDSFLIKQMRKFFNVGVV
QSQSNIKRLDSVVFDTVSLLNPYTNVRYANPALTKGCIHHNFCFEMEEALEEIWDHNFYQCPQCTSLAYSPNDLVYDWRV
NAYKEFNEYTKDVTIIAGIVVNQYTRNKRRYQEFFTQTEYITQFKQMFDRVSKDSSISTLIQKDLQQQNSNKQQKINFWS
FCLQDKVNINIPVRILGCKHYECYELTSLLFYQEQNRKKKEFLECKQPGCSNRLRIAHKDYTKQYNTPEMEEQEKILDVQ
ILFSGIRVDQELLTAIKISNPSSYKFKYNYYNQIIEEDINLVQGRLVDPFIYKFYEQHPDLQNKMQFQDFQKLISQQAIQ
VSQGDLLQEDQKLSKQVALYRYRNYTVNMKDKFTELTIEYPVRCKSCKNLEVCIDMRSYIAEFNYQIKMFPTKAFSCPLC
KHQLSKQTLSMKIQNYIYLDSNMLSFMFKDMSYVNGTNIFEYQGEQYIFQEFLDRQKIKRETYVAGLQDKKVLFRQLFCL
VNPNQKIKQPLILQKCPDRNIVDFTSFYEELKKINFDYENYGLILCKCAFCGFNPIKTFVGNIYFHEAFYEALNKFYKIE
ELKNDTEFSYQFEDTEQKSYVINKQQQYKIKLIMG                                             
>Ptet_A0CXA7_A0CXA7                                                             
MQANQVVEPKMDQQQFKDILRNLIQEFSQFASDRLEQEQNNQKAWIESQFKITQSMNIVFECCVSRQKVKVPVSFTQCIN
NKKHFDDYFDLEQLIVYINIVNNKQAKVICPSCKDQIKIPKLANTIDILKEILRPHIFIYNLRKQVGIYPKDIIYYHKQK
LIIPFYKGKYQTYFNQHYHEENFGIEPILLQQPREENQFIAISKKLNDYTGCDFVNVCLISQVRVNIPVRGTKCVHYESY
DLIALHKHLFESESKTMNCIMYGCQSVFDLKSPESIQIDFQLLQAGREGLSFSINFTYIPNIQKLSEMLYHRQRDDIILS
YKVGKSLEANLEYLNKIYEIAESIFVNNENNKKQTESFLKLQNTKIPNLDDLLVICPITNYGIELPARCRNCIGLKVTDL
RYLACILNQVKNEKDVEGVKKVQKECPLCNSPFSATVKPPLKFIDQIYIDVKMMKFFLQNPFYQRTVQAYQQFLKQQQNG
DGQGYVHIKKINIQESKCWGVAINMYKLNLKCILTSNQIKVPVRCTKCINHYDCFDKESLEEYQMKVGNLEQICCPKCGQ
KFESISNFYIDSDLHYIFQKHPDGIQSKNSAYIDITSKKLTLV                                     
>Ptet_A0CLW2_A0CLW2                                                             
MDQIQYEIIPNANLSNIYFDSVELMKSGVDLVQQPTITKDCVHVQCHDLLNFSDAIQQINTRGFAQCSCGKKAYTKQDLR
KDIRGFVREKFHSFTQIVQVIEGIWTHKYQRKKIYTDTICNTQQNNEHKHFIRELYNKYHNMNSISTLIKNLGFSGSYYD
FWAYCLLDKIKITIPTRIINCQHPACYELTSLLWYQKNCEQNRQDVEMVRNINDQSIIFHCYYPGCENKIDISTLPHMLD
RLFIDQELLEILNSAPSIQFKFQYDLKKNEFKKDFQNKDLYIQDISKNFDDATYKSIMIQIQSIIQLNLSEQIQNKLNQQ
KYQVRKINLCDPLNLKQVEFPVRCIKCPDFNRCADIRSYVAYFFKEKKTQNRSTSIQCPICKNILQTSTGQLNSLIYFDQ
NIISRMFKDSSINDNKLFDYDGKQYMLQEFLSKQKFSKKSYTQILKQKKDSNGEFIKEVKFSSLKCTVNPNRRLQYPLII
KNCKKNSYIDFESFYEKLVECQFQIPADGLQLCRCQEYCSINPVKKFTTSVFYHEALGEALQQLRKDNVFPEKFKYNFEE
GKFILVYQKQQNSETDSGIDRTIINEGRFNVGFIDLLTDQEYQEAFQPRIVMGMQQQLISMSQNIVGNLHAVHTAEGLEI
NVDEEVERINKDANQDLKNYQFKVVSMMVDMRDEEIRINRGQVRSLNYQQQ                             
>Ptet_A0C8S2_A0C8S2                                                             
MKNCTLLKQLEISTTTHILDLIHKTSSKHHLSDLQTQQISQYYKQPPSINSFLELYSLSMLRCDCVKYQQIVDEINDQIH
AFFQTQTPLIQKIMAQERKSQPEPEPMQIEDDEDQNNMNNPDDPIQQQQLQQEDPQQQQPSQQTNVPCSQQQQPANTQQT
TQPSQSIEDEICIPNSVKLKYRRINNGPSEKEAKCDNCVCQGKPPSESDNLIQCLLCLNYLHFNCIAKSKESFDKCYKDL
EFVCPPCVLKYMDHFNKIQSALVPPSPFQQMGQINHKAFNFACDKSIINIRCVRQENKTNCEEITWPDIGELFLNQKKIQ
DFKPLINNHSLKKRKDDHILTTEVLPQNCLQIKECIPTPDQRSQYRISLGHLYFLGVYSIEQFNSKQLLDNVFNNSENWM
NIEQCQDFISLYLNKHQADDIKVDSLTVQLTCAITFNLMNTPVRGSFCQHIQCFGLENYITAMYSMQPRKWRCPLCKKKL
FTIQVDAYQYAILNTIKKCDIQVNEITFDNNGQIVNENIQKLLCLDNLPNYAIKNNNRMINLEMLSNETNNIFYKLQIIK
NKESVNPPVYSNTLQNVINNMMLSSNQHLRSNSYANFYANNYYINQMKIQQQARMEEQQKLQTNKSKIGQNHDSAIIIE 
>Ptet_A0E1X6_A0E1X6                                                             
MKNCTLLKQLQLNTHTHILDLIYKTSSKHHLSELQTQQISQYYKQPPSINSFQELYSLSLLRCDCVKYLQIVDEINDQIH
AFFQTQTPVIQKILALERKPQPDPEPMQIEDDEEQNNMNNQDDQIQQQQQQQQQQDDPQQLQPSQQTNVPCSQQQQPVYT
QQTTQPSQTIEDEICIPNSVKLKYRRINTGPSEKEARCENCVCQGKPANETENLIQCLLCLNYLHFNCIAKSKESFDKCY
KDQEFVCPPCVLKYMDHFNKIQSSLVPPSPFQQMGQINHKAFNFTCDQTIINIRCVRQESKINCEEITWPDIGELFLNQK
KIQDFKPLINNHSLKKRKDDHILTTEVLPQNCLQIKECIPTPDQRSQYRISLGHLYFLGVYSIEQFNSKQLLDNIFNNSE
NWMNIEQCQDFISLYLNKHQADDIKVDSLTVQLTCAITFNLMNTPIRGSLCQHIQCFGLENYITAMYSMQPRKWRCPICK
KKLFTIQIDAYQYAILNTIKKCDLQVNEITFDNNGQIANENIQKLLNLDNLPNYGIKNNNRMINLEMLSNDTNNIYYKLQ
IVKTKETVNPSPYQNTLQHVINNMMLSSNQHLRSNSYANFYANNYYINQMKIQQQARMEDQQKLQSNKSKIGQNHDSAII
IE                                                                              
>Ptet_A0DN41_A0DN41                                                             
MKSQQLQKDLEAFQKQLKLTLPTIINRVTKDIGQLLYFEKLFKDTKPNSVQELYYLSLLRLDPHIARQQPQLEEPIQNIN
EMIHLYFEQQAVKLQEMVLLEKELKMMRELEELQVSQEKVEQQKGMEVEKQNMGRKKYWRQTQSPNCDQCFCGNQLHYKQ
IVKCQLCEKYYHINCVGTSYDERYVKHFTCPRCTLYHMDQFCEVISVIIEPFSFKKTGLTSTKSVKFKSDTNKIDIRCIR
MDCPLSAEELTWPDLGELHINNKKVAEFIPLAQQSCQHKRKDEKLIFTIPQNEECTLMLKEIIPGMEQKRKYRIQGEQLH
YIAAYKTKQYSAKQLIEKIITSSENWMSVEQAQDFIILQMNYISSTGIKQIKQTISLLCCLCSTLMVTPVRGIYCNHIQC
FSLENYLMMLELSNPRKWRCPICKAKLFKLQIDALQYTILQTIRQYNLQEKYTEISFDHMGNLLDDLVQKYLDFNILPEH
AKTSRNRILQLENLSNQENQSENENEINESEQQSNKPLNPNSIVIE                                  
>Ptet_A0CR40_A0CR40                                                             



MDQKSPQKQSSSPIKMSINNIDKITYAIKDSWKNQQDENQKLFDQFLQYCKSQYPVFNIKFTCSISGEWLEQPVSFTQCI
IDKKHLNDCFDLKQILKYLIQNDSNFMQDGYIQCPLCRSKSHFKKDIPLIPNLFFQQLKQQLNDKSKPITYYLSTQTLIP
FYPGFLGKEQFQYNNQIQQIFSQQQDAQQSFSTIRKIIKGNESFKYFHVCLLGNIRIQIPVRGKQCRHLECYDFLYLHWY
MQQRDQKQLKCLLLGCQEIINLNELQLDSELYEIGLKSFNFSSDFIFDPQSSTLLDTYSITNYDPQIAAYKKLVPTTTEN
MNYIKSIYDLTDRIYSSTRNQELTDKFYEHPLNGDLNVIKDQSTNCKVEIPCRCIRCDKVNVCDLRFMSCILNQVQHPEN
RNGVKTYSVSCPLCNNPFSPKKRHRDQSVHEQVYVDTKMLNFITTIKNFNYLNKEKYQLFLQKKLYPSLRFEELESPIQE
LDQFNLKLRCLITNQKLRNPIRGIYCHHPEAFDENSLTDLCSTGQLDLNLAQCPLCQQSIHKLTHDNTLKELLGQLQGDF
DEVQVFPKLKLIKQLK                                                                
>Tthe_XP_001010197                                                              
MVVYNEDQLEIIKKKLVDHYQIHQNCMIDEECQIDFSSLEFLKPKKQLAFQELLNQRVLNTSHQEYIQLEDNHSCGNTDT
QYFYNNKIYLPFKEDEYEMTDSMISQNPQIFQMLNDEFIAAHLYWQNIFQFMANDVDLTEDQHFELQKNYKNKNFYNLCL
LTGDIVLIPIRLNGCNHLECFDLNSIYRFIVKQKTATIQCPLCRHEANFFEEKDSFYLDKKLLKVINKNTSYSPVWKFIS
DEFGMQDILRSNTKLDISKSNKVFWKSKKDENYIIQLKQHYQNFVGRLIQNCSQNSIYPIPVRCIKCFDLTKYCDLAQQL
LTPDQCLCCNQQLSCNNDGFLDELRIDFILLNEITKYAQLTIQSFFVLGHNNGQVFLQASYQDLTGKIQKVSDNSYIQNA
LVIRLDMFTGQRIQGLPIRWKDCNHTNCIDLNNYCNQELPRYCLMCNKTYELTDLVWDEVIFNSLQYLPQNDNLYYDYNS
KQYVLSDIQLSQSSVKAQGFQANQFAQNKNVEPSLDNQKSPSNTQNNINSGARYNNFMEGPTTMPTNFKQMNVTQGYQDQ
SNQEQNIYKNRTDGYQNIDQSKQNFTQTQGLKQQQNQVPDVRDNNVQNKPGQQQNAFKKTLQDDCYANAFKNGVQKYHQM
FNLKPNTCQTYQFQNNSPADQADPSIIGQNNLNTFSQSSQNMFQQQGQGFQNQQQQLNLNNNQFQQQFTNNQQPVVMQDT
FDINQSANPLQQVYQQQYQNHPQGQPITFQNVSFQQNQTHIPQPQIIPGQLINQSVQQNEQRSAQFQQNQYSFQANFPDA
NNINLNNYNQFNTAQFNPNQMSYPNQIQNQMPQAFQNQIVNPFIPSYYDINQQFVPFARSNRQVQQRDNYIANNVINNPS
YYQQPDNIRVSIQPQQVQQNQQQPQQSQPIQVREINKNGKTIIFKQVTKKNMIEKISQKCKELFLQSDIYGQSVIIHLGK
KKYHQTYVGSCFTLLTAIIMGVALFYLMQEFIQKQDPTVISLEAMISDGNNYLDQIKKIKFGIQFFDESASIITEEQELQ
NIQESISFKLCSEEDYTKCVQIPTMNVELDNTQEDLNSKYIQPNLSYVDFEQFLLQNINKLSQWSLQIFIEQNISLTQAK
YWQITCFDSYIDIQNYENPVQTFRRNYFMYLYDNKTHYQFDFLNVNVQTDKGMMYEDITKQEYLTIKDTSFSTLSNDYLY
AQCVEIILDRKLKVVKRSYLKIQNILTQIGGLIKIVVLFFQFVSSPLIKLSLQLELVNSVFQFEDQENIIDENQQSKSKN
SKYVDDKADSIMYNDNSNKNQQQQNNLTEFSRNRFFKLTLNLNKNANIHQDQQNCTNQKTIEECVIINKKNSKSEIDQIE
QNNSYNSTINAQKKNSIFKLDQLQSLNLAQTDIKQNPQLSFQKQQNKLKNKHDNSLKSMNCSAGVFGPKEMNNNINNQSA
IQNIMSLSQNQNHVADASLFSPKTQRNKSHSLFQQNYQSNHGFQTNLQMLKGSEEANKAKLIKKLVHQKLTKLSMRNSSQ
PDSPLQSVEMEQARDMVKGKKNEGFNSIFIKLFKNVTHNYLVMKFLDKIKYLLKIKFNKRQQLKFSMDKISERLDIIFII
KKIVEIDKLKMILFDQNQLKIFEYLPRPIIKFDPYTIEENDKLKMEQNRIKNLDGIKNANHSIQENNYSDDANNVHELWQ
HALIESDKPYFQKVHEAAKAYETLIKKESKDIYDMRLLQFLDNKRRDYFEEMLKPSSPSVTSQNQKLQDYINKRNHYPGN
EPVLDQIPENQFSNKQITLQNVNIPINGSLILGKSLSQNGMQQNVDKQTSLNQDLKEMNYQDNGKNMQTAIQNQNYLKQK
NTSEQSQLQISINQSQDFYEGDQKYLPSIKQIDFMDQINKFMQQKEIINKL                             
>Tthe_XP_001023004                                                              
MNYGNTSSLMGMSMASMPTNQTPFLQYNPSVMNPLFNSLSFQQSTPTESLGLPYGYFQLPNQFMHPQSNQGVPQLQQTYM
YNKPHDISGINTAAYTTTPQSYINSLNLGQQVGFVNSLPQSLYGSQFINQQQAAEAAATQTQIDSSRNFNNYFNNINGFA
KGAENTQYQVDQLMQIQAANQPQQQKIVQTQKQIQAPYSLQNQQQQQFQISQQYQQQAQLPQQQQLQAQSQQRQTAQPAA
SKQKQQTSSSSTLPNISQPNQPFGLAISGSSNKQVQSAANNSSSNKSSKLGVSEITPQNQKQSSSSSSSKSKSKSSNNSS
AINLLQQTQIPMNNTYNVYPQNRNGAIPNQVKIIETEAIKSCICAQVPRLRNSQSELIQCKNKGCEHKLHLSCMRISPKD
EESITQFECPSCILKKYDPLHHVEQTLIDCQVMMGIPNKQLDFQLTTEMFTKIKDHSEYSVEIRCIRIDGTKNIYETTWP
DFGNLRMNNEVILELKPLQNNSSLKKRKDEKHTFKGVKNLKEGINHLQISEFNCNIIEKQQLRITENSLHCISVFIIRRL
TVDQLVSNIRRESTRPADECKQQIQDYFHRQNKKSSHEEDDDDLCIDSLSVPLTCSLDMKLIQTPAKGRFCKHFQCFSLE
NFIITTETVNPRKWKCNICKAKCYDIIIDEYILKIIQEINEKQIKNVTDVKFDGKGQYSFDQQSYSDDDDDYDDDSKPIV
KKPSQNQASAPAPAAAQPITVSPTNSNQAVPIQSVQAQLINKAPINGNNNPKGVNIESHSNSNALESQQLQIQDQVSGGN
KKKSQPHQILVIDSDEEEPPIQKKAQTVAPAPAQLLQQVPLQIQALQQNGQPHHHHHLNIPQNNFPANVQNGSGISIHQN
TNLMNLNQAASLNGVYYKNLQNANSHQTSNTAGLNTVNSQNINQTITLINKDKDQSSNQSSKNIITKSKKTVMCEEENKE
TSKIQNQTNKNNNNQQKTPSNNKEQKLNSEEVQREVQTSRNNAGNAPSSTASLSSMNDTTSSKVFKKQTDKQQTIDKLQK
QNYQYIVQNAQQQINQIQVQPKQQINPKRIASNQDQPILIESPKSDDLHKEDTLQQISVQKLLQQQQQQQQQQIINQNAM
KLINMLQIPEIGISSQDIQKQIQLTNSQKPLMLDHIQKLEEISMSGDQSKSYQNVVLSDKEIQNIERKRIQKEQSLEQRQ
DFSIQYFEDYMSAQGQNIRFGSSQDLSSKQKQNLNNSTSGSNQGSSKKSQQNPQVNNIIVKTLKNFGQSETVQIQFEQPS
ENSLKRKIIEQNNSNSSEGLSKKRIYEKITNIGKEDNPITIDD                                     
>Tthe_XP_001033140                                                              
MALSSSAKQQYETLMSNIAQAKGLHNLPKKELNQIGQDLGLTNLKKHEMIHSISSKLIQMIMSSSTMDIPSHPAIENSPI
LKEIIKGFFDQFSAGKQSIYTQSQQQQQQQQQQQQQQQLYLQQLMDLYGGTSSQGMSAQQAQLYQYLLLQASQSGSQPLI
NSQANQAQLQQLLAYSQYPMTSQQLTQIQQLLTSQQQPQTSSLSSAASTLSALQLQQAAAAGGVLSASSLNPQQQYHYYQ
QYLTDPSFATLSQQQQQYIIQQMQQLQQQAQQYQLSSQQLTSQNTQQQLLQQQAAQQYSQQLQLQQQQQQYQNQQLYMQA
QQATVAPNNSADKQELNKNECICNSCDRLYRDLNKIREEERFNKAIQCVTCNNKFHPTCVKVSVNSEQARIYECPICTLE
KLDPLNKPVEVIQPPTIISGQGCITYFQVSNELYLKLGKKNHSVEIRCIRIDGTKNMYETTWPDSGECSLNNQKLKEYQP
LQQNSSLKKRKDEKYTLKDVSMIQKGLNLIQIKENIHQNTKSSYRIDPNSIHVFAIYLVRKVPHAEFISTIPIRSEEECK
EIIRQQFIQANKRKKLKILLEQKKQQQLHNQVQSDDQKNQNEQKDTEKDKELENGNQVNGKQAGEAIEIEENAQNESKPD
EEQKQSSNTNHSEESQNLQAQTGEASENQAKSGEQVENDNNMAIEEQANGDQEKAKTDDQQQDTQEKQKIDIEEEQQEKK
EDKKEEKEEEIELKKVEEEQDKNQQNPSEKTEEKKLTYVDVDLSEINDKDEDKNFIQDEDDDEDAGFKIDKLNVSLNCTF



GFNTIKTPAKGKYCKHVQCFSLENMILITEATVPRKWKCPICKLKCYDIVIDSYMQKIINSFKEQNLNVTEISFDQEANY
EIHKLKKESDDEDDFDDEIGTKPATNNTTTSTAAASQVEANKENKAEVDNQKPTENQNQEKSDQKDDQQASDSNKQGEGE
KKKKKVSNDDPVIIVDEDEDESEQKKKQLQMKLNLIAGENAQVNGKNEKEQAAQISQDGKEINDQEKQQAMNIENHNNEG
KENEEKSANEANKGGEMTKEKVEIPDSFFKLKEKLQQSIQSSANIYSDDYTYEEFFETQAEKIQELKLKSVRQSCRNKIT
KNLKKHYPELVNLIKKDATAQLIASLDQYEQNNSRRNNLYINDYSKILNSTGQISKETATIKNKGLNKSSSTGLHTAATS
ATLQLPSTLYGYDILGTQSLIPQFSSNSFNLFASRNPSTYNFIPITSQATSASVGASGAAPASSSTNLNSFVAPLTANTA
ASTNPTTAATTTTAAPGTANPSASTAAATQQYYQLLEQQNDFSNMFNQFQFGFGGQSNQLSNLFNIAQLTQPSAYSASSA
TDPTSLYNLYMNSGAYANLLGGQSNIAFPNTPNTSAQTNSQTTQKKQKQKSSSSAAKKSSTSQGASQSANNTAAGSNKSA
AVTQEVVNKGKADDPICLEDD                                                           
>Tthe_XP_001023342                                                              
MSTIDDSTFLAQISRQENYQLEPKCIFLEQDNFKSEFIPDLSDFTQISQQSPPQHIQYCQNTIKKLIYIEGVKNIDKIVK
SYNNKQNYSQYQTQHGKQQKQQNTSKLNINQKVYLSLIRIAKKVFYKNILKSSQMYYEDSPFYYQTLMNIKQELEQEGEQ
FINKKKYESYANREPFWNLNRDEQTNILGNVLNIQLSLKDYITKSIMENPIRFAECVRHTECFDYSTLSYLQKLGKCPEC
FQYIKNFYEDKYLKFIIQFLSRQNTKQNNSISTQQKTDCYFPYFIQSVNCYSNNGIFIPIIEYINISTTPQDNSLEISNL
YPITNFIDLEYLYQIIKYNTNEKTQQMLCQYQFFTQREDSFARQLILSIVNFNIYGNKFQFRLNKVFNENSFLEYPIRNS
NYSCTHVDCFDISDLFLINQVQNFQDNNLICPVCKNSIKVEDLVYDKEYKNVINFVEQMLLQKLEKSNEEYIIQKKHYSA
TIDFTNDIVTYLDDEMQQQKIRIQCLQSNFQEYKKIVQFSSINQSQIFYYDQEDHLQDQEIWEQLYEESKHIHNNSFNDS
>Tthe_XP_001014304                                                              
MKKLALLIGNEQDESSPTGQNLKNSDCFICKNDQDMYMKALEKKKVINCIICNKLQHPICYNIQNQTDSITNNFACIPCR
ILYNQPQIQKFENINGPFIVFPKEKQQGTIHFILEEMHSLQLERNQFNDLCVYCMKLDLMDNMNKPLYYIWPSDNIVIKI
NEEIQSYNLDSLCIVEKGDICYNSKNKFEYNLGDIQQKDQKPIAIGIGIVSNGNMFQVIEKVSLGQTQTEEDMIKQYKEW
AKDLEIAIPMKDQITQTLLKWPARGKNCNHFTCIDMYSYLEFNLQNSNLQKSRWACPTCQQRMYIKDIIFDKYLNRFVKE
QIINKIDPNHIQFIEEVICDQNGNLRIGDESIQKIQKMQLKKFLVSENKRIECSLEEKKKEFEQNIKLEIQKKLNQPLQA
NTSLDEDKLTALLEFKQMYPKLGMDELWQIFNNPEQKSQLDFLISLDEQELVIYLMENYPNLRDLSNFSQAEVVYHNQFE
SILKVLQTNIKQNEEAFYLIYKYSEHNSQQQESIFASIVASIFTIIIFKKNKMEYQKADLITPTFIYLATQFGFYHENVS
QCPAGLLIGALFFFYKHIMNFSFQRACNLFCQFVNFNGNENFFLSLQDSTTDFLADTISSFLKMQNCLVDQDNFDSVLFF
QKLLLKQLQKLLLDQNSEVSLRQQICLFQTINKAIFRLNPSYNKKPFKEAKEFISKFVNGDKDIIKHIKQYSQIFII   
>Pmar_XP_002786350                                                              
MGPASVGEIATTLQALPSFTVNVLKDYCRHMNLKVSGRKAELIERIREAVEENPDLLTAALVWPPLVLPTGKKIPPHGTS
GGNGHPKKRESPRPNAEMPSGMTAFRDSVVEAAFARMDPFWPLVVDNVPPNDGIVGLWRIAEQGSYETYLSMPDSSLCSV
PGARIWARMMAIPSRMLTPSDANTFIRTKVSLQHVWPHSFLLEFADGAGIKVLPPEHLRKRRDCPLDITDCIPPHQTAVP
FKVTIQFDPKLPSAAELHYVLAIVKCMPQEPSAILKGVPVEDVRVSSSRIRSILSRKEYEEDDLQISGSSDEVDGETRAL
RLTCPLSYARMEYPARGRDCTHIQCFDLEWFIQAQKMMAAFNNRWKCAVCDAVLRPDKILIDGFILAILRATKGTQAEEV
FVTKSTAEWSLNPPNHDNTTDGRDPDGCCSYSTASTKSSTVDGHYDKSCDTDVPLKRARLDKEYLGGRETVDGGHEENNE
EVVDLCDDSDDG                                                                    
>Pmar_XP_002780063                                                              
MNSAYLLLLSIAQVEAEVIRAHPGIPESLEVKTGGCATPIVVDLIPKPITHLLDGAIEICTSGGGPGKYDPKTRSYLAEF
KISDCHRESIPVLSGPEPLDDDPRLTTHASQTNFNRMRSRVEFGAQRKLRLGLSTMVGRKAGRKPAFWHRQWPPEGVKWV
APFAIGGQYKQDMATAKIRYQQQQDQSQKLRAQLDAPGSGQPGSAMDSLHGVGSHTGALPNRQRRLTLAQQQLNATTGGV
GAARLGAAFGVGNTAQVKCICFGGAGVGDSEFVTCSSCCRKSHCKCVRADADARDFVCPFCRMLNMDPFEVGLDLLGFVA
SARNMTAPSAVESTLSMRLNVTSNQIREWQAKKYNVAVRCVAVANKRSHVTNGPLWPLEVRASVNNYRDVFRISPGKYGH
VRREVTSKYIDDVLRPNNNVVHITYKTGYDPNQGAQSVAAQPPRFFFGVVVTKPVSPEELLASVVKPSLEECRRQDLDIV
MLGRKRARELQDEDLQINTREVHDILQTKCPISLCEIELPARGVDCEHLQTFDAKAYIDINKLTANVDKRWHCPICSKPC
LPSQLVLDKFALEALKNGRVAADTAASDDEEWFNKRMRLDGQGRWEVLPDEDLEGEESESEEDKPPSDVPMPPETAPSTD
GVSNPVLGSPGEDASPDAAAASDGENVVSLDD                                                
>Pmar_XP_002774946                                                              
MPSGMTAFRDSVVEAAFARMDPFWPLVVDNVPPNDGIVGLWRIADQGSYETYLSMPDSSLCSAPGARIWARMMAIPPRML
TPSDANTFIHTKVSLQHVWPHSFLLEFADGAGIKVLPPEHLRKRRDCPLDITDCIPPHQTAVPFKVTIQFDPKLPSAAEL
HYVLAIVKCMPQEPSAILNGVPIEDVGVSSSRIRSILSRKEYEEDELQISGSSDEVDGETRALRLTCPLSYARMEYPARG
RDCTHIQCFDLEWFIRAQKMMAAFNNRWKCAVCDAVLRPDKILIDGFILAILRATKGTQAEEVFVTKSTAEWSLYPPNHD
GTTDGRDPDGCCSYSTASTRSSAVDGHYDKSCDTDVPLKRARLDKEYLGGRDTVDGGHEENYEEVVDLCDDSDDG     
>Pmar_XP_002767319                                                              
MSSAGGQSPISPVTAAHERWFGKCTIDQLKDIARHFRLRVGGRKQELIDRLVKYVIENPHAWQELQRTGGNSVFGRAQGD
YYGESSAVRGDMYFSHAENAARTFGATPSSGTTNRSGGLPGHMVKDPDLEEVFEAMDPFWEAAPPAVNSRAVLGMWRLSY
GKFFAELNAKHVKEWRRQGARVFARMIRCPARSRMKLSSERITHQWPYTLEVRINNSEAVKIDPPKHLKVRRDEPIDITA
CLSSHEEVNRIVVGGGSKPEEFVLAFVLCIRRTAEDLVKSVPILSSVECRERIRRVLNREGLHDDEDVEIEGSKEEKEGN
TRVLPLTCPLSMCPMVAPARGKLCTHMQCFDLEMFIGTQPKMSAFNNRWKCGVCSRVVRPEDLVVDGFVLEVIKATSDAS
GRPTCDSVHLDKRTLDWSVDPSDYASGSGEESEGEGAGGGGGLSNTKEEEEETSTTVPAESHGSSSHRPRERVMVDLMGS
SSSSSSSDDEAPLLPKPRYPLLSDSYRAPIGGVMQHGSPPSVEDIIASRLKEGSGGPSSSSTSASLGKDWYMEEYPIIPP
TTANGVPPPSGMMDGHRYLSSGVLPSSRRGDQQQYSEALLRQAYRPYEERERDRSRKRRLRLAEMDEDSKKSRRRKRHAR
GVVPRGPIGKVLEGGLIDLCDSD                                                         
>Pmar_XP_002772343                                                              



MSSTIRILDYKIENGKERYQVEYPHGRGVKWVAPFAIGGQYKQDMATAKIRYQQQQDQSQKLRAQLDAPGSGQPGSAMDS
LHGVGSSATGGGHTGALPNRQRRLTLAQQQLNATTGGVGAARLGAAFGVGNTAQVKCICFGGAGVGDSEFVTCSSCCRKS
HCKCVRADADARDFVCPFCRMLNMDPFEVGIDLLGFVASARNMTAPSAVESTLSMRLNVTSNQIREWQAKKYNVAVRCVA
VANKRSHVTNGPLWPLEVRASVNNYRDVFRISPGKYGHVRREVTSKYIDDVLRPNNNVVHITYKTGYDPNQGAQSVAAQP
PRFFFGVVVTKPVSPEELLASVVKPSLEECRRQDLDIVMLGRKRARELQDDDLQINTREVHDILQTKCPISLCEIELPAR
GVDCEHLQTFDAKAYIDINKLTANVDKRWHCPICSKPCLPSQLVLDKFALEALKNGRVSADTAASDDEEWFNKRMRLDGQ
GRWEVLPDEDLEGEESESEEDKPPSDVPMPPETAPSTDGVSNLVLGSPGEDASPDAASDGENVVSLDD            
>Bnat_36906                                                                     
MVPKKECYVCRERNDLLRCSRCKKIWYCGTKHQREDWNRHRAECFDSDDSAAAAKAASIYAERAEHCANLAVAAAQACVA
HHAANSNSRIETGKKRSYPGSASSVTASSSDDLLETDIVLSIRCPLSIVGKIERAAKGRHCLHPQCFDLMSFILISEQSS
VWQCPVCLKPLPMRDIIVDEDMTRAIQGCDEEVTQIRRSPEGKFTPVVPKNPSEKKKKKKRRKKERVREPFDPSSLFADV
NESVPQVRTNPVLGSNNNSLATTTGTYSNLGSSAEDAIVLD*                                      
>Ehux_443630                                                                    
MGAGGSSSAPSGFGVLDDDDDECVASSVQLSLNCPLTRLRIGTPVRAAGCSHVECFDLDAWLQCQRAAKLPNWLCPICSS
PASPPELRVCSWMQSVLAGTAETTREVIIQPDGSHAAPEPSSAGGSERRKRQRAASVSLDEPASQAPQASQASRAGDDEE
NPIELGDSDDD*                                                                    
>Gthe_152098                                                                    
MDAPSRSGDEEAVKDGGGAGSKRSIQSSGPAGHAEDDIILEKQELSLLCPLSLVRMRVPVRGDCCEHIQCFDQDAWHSFV
SKQNSNRPPHCPICKKPVTTTSEDPRFARLLELVPKETSKVWVDEEWQPVIEEDDQVSKKARYEDLQNDSDSDVIVLD* 
>Gthe_122588                                                                    
MLQALAGGRAFVRMAEREPIPHDKMQGLAWEQMQRERAFSIWQEWEESDIESALMVMQSLMTAGIEAFEQDDIMKVLNEC
GWDKNEAFTKLKSMHAERQGRGKKQKVEVLDPLPSSSSRQPVEHVSTKEVQAKDSEDGHRSGTSGGKDRKRKEHEEEFKI
GQLIEAKYRGGKKMYPGIISAIWPGGKYNITYDDGDREFGVDKKMIRLCRDYDWCKKQELNVLEVGERVYGRWNHSKGEK
LWYLGKVVQVESTEGGGRYTIQYDDGDREPNVKRMNLQTAEERKNASVHCAPAMSTGVVQEASAELDDGVMCELEGLFSR
SVRKKRTIFNAANEDEEGDDGTKKRKRKRVKEQSDFIGVKRLLEGVKRGRKWEAFIEVEQEKHRLGAYKEEREAARAYDM
AAMRFFGTSAMLNFASSRKGYEPTPELEDVLEEIRGLYKVKVKEEEEEGGEANMDARVANERTKIQDDSKKISEATTKVT
GRKEEEQNLKDREEKKNLIIDDDDDLCLSEEIPLAKLYSKKSLREVEEKAEAKEPRSESKSDDVSGKMAGKKSAKNQDED
KEGKSDEAMNPQKLQKNELKEMREMKEKKERKDEKDDDEKKEAKEESEKRIVTVKAMKDMKDKDVSSKHVTKLKDLSKVN
GVQIKKLPREEKKENAFKRDETKSNHSNKPHEKEAKQKRKLRLQVESDDDDQVMSVNTKKTVKIDKKNPFKEKTAVQQGG
TNVEQVMNDRATTAVKDVQETMLSATVLQGKKSKKNNSEGQLSETSKTHLGNQGGKGSARREGEEKIAQDKTTKGSTQPE
TEMNPEGSLQSKTNVNPDRTKPKEREIKLSTKSALKGKISSSKTFEQNDVTIAFEKTHEISTTLLETDPTSSENKSVQQR
EVDTSMSNPAQVSVSTSSQAPQSNKQDDCSIPTDVKIPSQPDGSLPSREVFLSLLDPISNELMTHPCKGAECSHQSCFDK
PSFLKSKKVNIPNEKKWESNIKTVIR*                                                     
>Ngru_XP_002677110                                                              
MPKEPSHSLVVSDAKLNELLNDTVFVGSDREAQKNRIKNGDFNYFKVDQLKAMIKFLRTECNRYDLSLQGKKANLVDKLK
DAFFNSSPSGGSGSSGSGSSSGSSKQTAKRTSFTTISNAIKLQSATDEEQRLLREFNLDKTLKGRIDPHQQVEQYLYVKV
FHQGLASFSFDLDLSEEEFQKLTSQNYQINIHYFTHDMVPRNWNNEHPIFFNGHKLDNPALNRKIAKGMKKEVLIVSTPF
VIKGEYAKVGVNRVDIKAGPYSTMDGRLVVNFLKMQKSEELVQSIVSKSTVKHNLDLDNEKVLDILLENKIKYVPVTSTN
ESIITFDDTSSKTITPITEQEKKSIETLLKIVGTETPISKHDDMIDELEGCDEIVPLKDPLSLCRIELPAKGKFCVHKSC
FDLVGYLDFGASSKTYNCPRCDKPLPFDQLIIDPLMQKILSSVSQDVDKVLVRHDGSFTVCDDAPKKKIATPAKPPIIAD
IIDDDDEDDVIPHSASPPFMISTPPPPNSILATNTASTPQTLYPPVSLADLSRFFSPSLTPTSNSRPSLTPSTPTLQKGT
PTTTSNPSSNTNVNSYGLSVDDAIEID                                                     
>Tvag_XP_001581192                                                              
MEVARPTIKPVAQGNRPRFQATTPRPQINRSNTTRPISRSPPPFEAPAAIGSFKQSAEVFAQQLSLSPSSNTALLSRGIG
LLSITQLRDLLRDYSLPTGGNKQVLVNRLIIFLETIGQSQQNILTAFSAKLKQLLSINTDEANSSPHSDADSPLSNPTVT
QNIPLEQVQQLFAGSPSPLYEPTDLPMAFGPVSMQPNTNQVYNINLTQQDKNAIPLLQLASSFNQVVISKIVVQINGTFI
NLRGPNFHTSLKDYVDKQITIQIASIDPASQVIGIVRWMKQVPINIMIHQISMKEPLKKQPLQGNQIPSGVCPLTRKIII
RPGRGVNCQHGECFDISGFICNAMKNNSWQCPICRKLLPIEDLRIDPYYFAYASGVF                       
>Tvag_XP_001324780                                                              
MQSHTNGSGTHVLHPVAPAPISNPLPTPVIQARHQQSQLDEILNQASSPNPSNISLLSRGLQLLSINQLRQLLREYSFPT
GGNKRALVQRLIMFLETIGPNQQNLLVQFSLKLKKLLSIESPSGEDQQHNEAPTSLLPPEISDKLVQHPPSILFDITDKQ
PIYGPSMLQPNFPSELQEIPNGGYNGYVPIFQIASVFQDHPIKKVLLFINEQYVTLQEPRFWFQLPTMSNKSISFSVQSV
EPANYPIIIVVRLLKKTPISTLIEKVLEKGPPPSIHSEVPLRGICPLTHKILQQPARGVNCSHAECFDLSGYISFASKLD
TWICPICNSECQFEDLRVDPEYLAHVGDQ                                                   
>Tvag_XP_001319480                                                              
MSVPSQIKEHSVEQSISNSDDTNSTKSGASSLPRTSRRNGARVARIVQSGFQLNQRISDLVLSGSAPNPGGASLYLSLTN
TPDISAFLSKSQVPCRGQVINGHICFRLIPKIPRLLCAFNFAHSEGHNVVLVFNPANVSVPYVLNGTPSIYQGQEVDITE
ALRNGQNEILVNTTSVTCEILISIEWRDNETPESIVNKIVTQVPHMEVSPFNNYISEICPIGQKQIVTPGRGASCTHCQC
FDLLTFIKNAQATDDWHCPICGQLLQQDSLRYDPCYLKNCGTLLLGVDDFIEDEGGSAAFF                   
>Tvag_XP_001317289                                                              
MQSFDSSDAPIGGQGRQIGTKKKQALQRQARLFNVPTDILSKIPAKKTSQPTPQQQSPHFSPQSVPSAYASSPQVGGYGA
QLDQTSQHFMFVNYSDHPKQQNPNTLIINNMPRDVNEVIEEIIKSRPPANPIPKSEISFVCPFSMVPITCPGRGVNCQHG



QCFDLREFLLAQLDDSWVCPICGLPIPYEQLRFDPFFFKPLSSTTVTPAQSPSQDPNPQADPWSDYSAMQLF        
>Tvag_XP_001312889                                                              
MVECSSDSSEGDTPVIVQAPIKTMASISASLPPISGSAKYNSISDFPDIPYSVISTKCLGELYSDRICFKLPPHVAKIYC
PFNYHTGEENQIILSIVPAIVSIPLEINGQGIIYTGQEIDITDRMRNGDNHFVFNTMNLIVTVVASVQWRMSQNYSFLVN
KIIEEHPPMILPIGSQFTTTKCPLSNEEIRYPGRGCLCTHSQCFDLMNFLKHANETGNWGCPVCGLTLYDHFKTRSGVFE
ELLSSLDS                                                                        
>Tvag_XP_001309935                                                              
MDFSLKRRSNSVDQQQEKDEGKAFLMPKSSLPPKANKYFFIDKEPLTHQQLLAQISKLSNVRIFRVAVCLNLRPANIETL
KFFISRISLTDEMMLDKVEKALSMATTKVTPGVQGPINPSSTDYPFFDIRYKPFENGPAITDKPIDMGLAPVTFSFQIPI
LPPDIRIILQSFLVGVSPPMVRWPQTLSIFVNNCLIKPQGIFNCMLIDLSQFPPGSIVTITSAQETAQYKFIVRCAKYYT
YNVIIQSIKAFPNNEYFNEAELSLICPLTGQPLKFPGKGNHCRHTQAFNLKAYLKRGVSTGKWYCPICGNYSPLEALIYS
FKTEEALNLVKMSRPKPQNYSGSPQVMPPSEPPQQNIMSQVSQTQPGTPEPEPPKNENPFDFELNDSIFDDEEKEFYDFY
>Tvag_XP_001305145                                                              
MCRVNSDSISFSLPPLNPRLVCDFSFEYTIDNRIVINTSSTTVIPFILNDVPFSLNGNEIDVTDQIKMGQNRLIFNTMNE
RQVITANVQWEKAKNVEAVVYKIMSKFPPMEIVPTSEFVNEIDPISKNQISFPGRGSTCTHAQCFDLKAFLNRAFETSHW
ECPLCGTYLTENDLRYDPCFFRNCGTSFLADDLYDTNVNDFF                                      
>Tvag_XP_001301498                                                              
MHSDDEDPIFIVKGKSNQNINIVHNSYKESDSHYAVYQNIETIPQNIKDILFQRSFFPFLKAIDPIHSIYFGPLLFDPET
PDFSGQFTINEFSAKLINPGRAYIICISKSNDPKIFWPAKFSFSINSKIFNIPTGSPTPETMNFWIDITNALNLNHTNTI
NIYSQRANALTSFYVFGIVLLSLTNAELIQSIEKHENQDNFNILYKKSNPDDEDVGEKFISLPLYCPLSQGRISIPIRGV
NCEHLAAMDAESYFSFMRFAGTWTCPICGKSCKPEELYIDDCFHEIIKRCPMDMEALKLKYLGN                
>Tvag_XP_001300936                                                              
MNLTKKLIFSFPITQVARPVVHALPQSNRPRFTANTPRPTLNKSNAFKPITRSPPPFEAPAPSVKATKADEIFPQNMQLQ
PTNNIALLTRGISLLSITQLRDLLRDYSLPTGGNKHVLVNRLIIFLETIGQSQQNLLSAFSAKLKKLLSIDADESASPSH
SEEGSPTPQMQPAQTIPPEISQSLLQGSPSSLYELSDNNPAFGPVLISVNMNNSHSFTITTADKTLIPILQFVSAYPTVV
ISRIVIQIDGTFLTMRGPNFYTEMKQFMDRPTSFQVVSVEPETEIVGAIRWMKQVSIHRMIQMICMKEPARKMPLSGSSI
PNGICPLTRKVIVRPGRGVNCMHGECYDISGFLCNAIKNNSWQCPICRKQVTLEEIRIDPFYFALASGSPV         
>Tvag_XP_001326096                                                              
MKPQYPTEELQRAMSAASPLYMPNGFAGGSFESMPRPTYNMGFKGKGSVSAKFGTPTILSPSIFYSFMDNTIPTFIADIL
TTENALSFVATPPQNLLNPRFLIYAISSASISTSPIKIVLNGSTFHRRLNDVTAVDVTNLLVPFGQQNWLVVETGGIIVP
FALLGVWSSFSSMENIIQMISSKPGFYFSEVSAICPITGQQIEIPAKGVDCHHDNCFDLIPYLTTRQALGVWTCPICGCS
LPLQDLRVGTIQQTQDASFENVWGITDQTLGFEDGNSFNW                                        
>Tvag_XP_001324347                                                              
MINQIALKEPVRKICCNQPPNGICPLTHKIITRPARGVNCMHGECFDVSGFICNSMRNNSWQCPICRKPLTIEDLRIDPY
YFALASGSLT                                                                      
>Tvag_XP_001321809                                                              
MNFSRRGNTLKNTAVDSVTNFSSKRRAQSISNAHTTKLFLAPADPNQKSDNSKKQFFSYNLSTKPFTKDELLTYAGTLTD
MQLILFAQFIKMENPSREKILNAVTAISENDTVALNFWTQCFYSATRPSQQALIPQSTGPVTSYPLNNIQYGHCPEETMI
MATPFILGTSFFDKVFTIDNIPKRHRVILQCFRAGVAPATVLWPQTLGIYINGYIAKSPTANSNSNIMYTNIDISEFLPS
FTLRVTCSTENIPSVFLVRVVKYFTFKEIVQIIRNRPYPNDFLDERNRDVFTPKPAGAVKYPGRTTFCEHPQCFDLKHFI
KFATLTGIWRCPICGKQTNPESLRYSNLTEQYLNKIKSASQPVSPQLNYNPAFSSPDAFQSQTPNATMDQSQIDVFSLDP
NQNNDDFEFFS                                                                     
>Tvag_XP_001319503                                                              
MSERRKRRTQSAADVELAGQLPGTEPSPLTQRTRRKSNARQARLVAFPQQFYPGISLQNQTHMNLSQPVFNQMAFQTPPM
PVYPPPQMVNNSFIFTLLQQQREIPYTLTIDKTRVGKAVLTAQQGVQNLTFSINNNIFRNAIPPIDISPYIIHGNNFLQF
CTFGFPNPIFVELKLEDIQNPELLLRKVIDTFPAAPLIPHDPFTVPTQTLEYPGRGFKCQHYQCFDLKEFITRGVTQNLW
DCPICRQIIPFEELRYDRDYNKQVGIFNLSDGEDATNSLFSDLSNPFDNNSLFLD                         
>Tvag_XP_001312760                                                              
MQSYPVSPLESDFQESPAGSPYSPPPTIDFSQKRSLDSKENQKSGTAFLSNRKEKSSQPNRKSFFRDVDNDENSKGQISK
EFLINSIQSLSTQQCCQIATEMQIFPSTKQMLLTYVESLSPSNLNLINQVLGIVQKQNIQNIKKFETPQEVLFDCRYSLI
NAPPILTDSPVGQAQVSYSFEIPPLQPGVHIIIQSLSPDAKTRCIYWPKSLVILINNIPIKNRGAYLLPFIDITKYATTG
VVNIFCDQESQNYLLSAIQVKYMKYDEIIEEIKTQRVSSDPVDGIPQCLIDPTTGRLIQYPGRGKQCMHSQCFDLKEYLK
TANASHQWICPICRMQLPVQNLVFSQTTYQLLCTITGKNIQMMNPMYPNSGNAMK                         
>Tvag_XP_001307804                                                              
MKANSEHVVGQTPTAPPPTVAAIPHHPAVLSNEEFENLKRSIQLLRIEQIRYIVQKYNLPANGNKTKLLHLILTIIETLR
ATPLLVQISAEVSRLLAQQHEPFANPLETTHKIEKYKIQGPVITPSNPFYQIIDGQPRLGPLIASAGTSTLSAHQIKIPE
DVNILLEFSWLNAPPVPFDLVMEVNGNQVIVSADDPKPGALDLTSYIGPTRTLLFAIDSIKTPVPVIMAIRDFKLVTIKE
IAEKLAVEQKINAPAQNLNAKGKGCSHAQTFPLVNFLSSFYSTGKFKCPVCNQNVELEGIQISSSNKA            
>Tvag_XP_001305110                                                              
MYQNAQYGDGFDFQDYPEQQQPQNTEEEGSQQPPASGSVLSQEDFDSLIKTVQLLRISQLRYIVQKFAIPASGNKTKLLG
LVIQIFHNLRYDPVLVQIYQEINNLLAQQDAPFSSPSLTSSSIELSQPNPEYIPSFNLCIIINFEASVFGPLLAKPGRSA
NKFRFTTPPAVRPTIVTFLFYNGNPQPFSIQFELNGIPFEISKDDSQPAPIDVTAVLSQPGIENVLDIKAVNCAVPIMIQ



LFQYEYVGLRACIHQICGNIDISKEQPMVKTNTCAHHNGFSLVQYLSSALSTGHWFCPVCGADASLQNLIVLQSVPVPNS
PPQQQASQQLTPPQQQPVQQANQQQAPVQPQMQQVMMSPQPPAIPSESIFGIQTGDFFQASLIDQMDWDSF         
>Glam_XP_001709680                                                              
MSAKFNTILDLYTIDKDIRCNIWASPESTPDITKWQQFLTHYVKVITAGAPEDIPKECYPQFIDWIELLTTHRFHRLWNQ
QKKFSEALKVYHILYNTLPNKLVLCSCRLMLFQSILSQLLADLNAIGLPITITVSPYYKYIYDETQTFNNQILYLITRNN
KYSAKTSKLLFHPCLNVRAILSSSPLKSASPLILVVGPQLIKRLLSPTLYSIFSKQHSVNFNQYDLKHARRLLKQALTRS
IELQLDDHETFFCLAKTLDTARHILPIECLMIKIGFIPETQRAIYTYKQPIEVDGRTLVNAPDTVFLSLTEMLIRDAHTH
PAIFCWIARVINMVLDTPPMLLAATEEIRVSNLRTIPMVCHFFTHQNKNTLNLNSICFVAEKRRGLSSQGICNEFKSRDS
SKLFCDQSIYRLHLTNSLPYATIIKYSAAFTKAYLYLRLIDGCALDDISFNDIDDLYATVDNPEEFYSRIATEQYTPEKF
ISLVKQRHPQVEFTKINRLFISIELQLIRGISQAQGLSEEQFLKGTVSEEQATNMSREYVSLEDPISRARIRIPVRGCTC
KHPACFDLETFVTYACETDKWNCPICAETIGLSTMYIDAYQYSILNYLKISGCSDRKIPIDSVTQMPVFPKAKVEKSESS
ILSDWADE                                                                        
>Glam_XP_001709074                                                              
MLSQELASASSPAILEDILTLYSGTSKEQVRAALRDGNTKRLEKLLLVEPLKNLCRIFSWIFALDLPKTMLKQQAAELLA
TNWRRCMSSASRWSVPSSNDTALMNAYLELAKKYNVSWLNYVVEKTKTNFIPYREMAFHSTLATGFSPYYKVIANIAIFS
LLGKPDADKTIVLEIPKEVCDCIVNDTAARIIMYSFYEVLKDSKFPALQIMRWEDVKASTADLSIYVNGQKVVLTSFKAK
NQIAMLKAKDPQVVPTSTDLTAPIKYVLEQSSCGYAYIDFSIATFPAHPDAGSETYKYQAPYVALYLAKALSTAEIYHLL
MARPMLTTTKLKQLIQEKETLYAKEFSTLISTCTTANIETSVDTAKPSATPPLFLNYVSFVDQVRTVSNNVAQTDEYESD
IEIADELIYLESHLTRKKIKIPVRSSNCRHFNRVMDLEEYIQGCKETNLWNCTVCGEPATFVQLHIDAFYWFLLNIVRVT
QDVIHLDTNTGEIQLGSGCDDNSVSSPSGWSFGGD                                             
>Tcru_XP_821622                                                                 
MNGPPRRHSRCPDDTDNLFLRRRVCVETPSFMDGVNSVERRGGLSEAEWRQLYERVMPNACTMSDFQRLVLEGKSHDHFF
AKDLHKLVMEVRVILATHGKLRMAANLAVKGRKTVLAHGVATALKLLESERSHLFSEDICGKEVNGCGGSSCNISSRAPE
RTAVEPVNSATVLHPSTSSTDLLRTHQPSRCNTRTLDQPPLRAGVGEVCAEPSVSEHGTDEEVVLMNNSSSPFTRVLSVV
KRFQLRFGSIPLRFEVPIEFLDAVVSRRLRVQLTPFRHPAVPARWPTAKDIVVYVNDQCVMTPWKRSWPERRMEVAKTFL
VLDITQFLNRGSAFQRLQINVFSREYFSQVALMVVQPVTPEEVMNALVRPLCSPQEETRDAAIFDLYRKVVEDEDEDAIL
GEVEVDDPVITSKCPILQTRINIPVRGSRCQHLQCFDCLSFLLSCNKGCYWNCPLCDAELRPCDVVVDTILWRYLQEMGD
GCPLHLRLKSKRSMENERIQKGDDAVEGVMAAPFRWVPHRMASDGHGVILDDHENDDCDSSDGGAMVPKRQVSGCFRTGV
NGGRAFEKGGEMYGGKGLEETNADLDKHLGTAEFPIEL                                          
>Tcru_XP_816079                                                                 
MAVVPTLIPRSIQSPRYPIHAVLRRFDLLEGSHSSVVLHCIGPLPPKSLLYPPSTSDERMELVLFPCQLGEPTRPIGWPP
ATSHECTVMVNQTYVTDEFPRCPTRSASHRTLAGLPLSPYLRLREDGCIDTGAPLKLVVTSKAKWAATFLLSWCGVNDIC
TLVTGVVARLQRSESTCSWSNLSSSFSSLSSPEDDGSEGGNGSDVDVDSGWVDDMDCGDKKSNFNNNESKRRGDNKKASS
SASLGATIVVDDDDEEEGLMNDGEAIVTLRCPLSYQRIRVAGKGKHCVHLACFDVVTYLESSLRSSTWNCPICDGPVFIY
DVRSDRTMQSALDALDADEDTVVLFGPGHCQWRAARQQKFAPVSATDNNDSCKGMCVTRETKCNGEKGRQRQPQLCVVDE
NGEKEEMGDYAEFVSTAMMDGGQKRPRHEKVLRPSL                                            
>Tcru_XP_811318                                                                 
MPAHSATRGTQRASGPWAGFFSSSFGRAHAQVASMEGAKASKSSALVSQTLLDLRQRILDEVKGNKSANSKLRQAHRQRA
WEMAFGHPGGDEVEVSTIEISLLCPYSRMALRYPVRSRECQHLQCCDLESWISLLEKCRSMRDPRAPCPVCEKRVAASTL
EMDCWQLHVLSQMPSGTHMLILDPDGSYRSGDASRQQKKQQVTEIIESTQAQKEEGDDNFLLNSSNGSASPTQWISDIRI
AHVKRERHSEDAPDPPSQGFPSASSGLTQDEDVFAVHYVESVGTTRVLPSQARLWVAHCPRCTRTLLKSEGGEVECCTEC
GLGREDWTLVRSFPGSSLSLELTRDGTLILRGADALAPHLIRAGFFRAIFADEEDVACPRKDAGIWYTTATLTRYELDFL
EACCQRLAFGETLEGMPSVPALFRIPRRRLAPRESAFKQLSHPSLSG                                 
>Tcru_XP_810595                                                                 
MYFSSLRPYNHFRVSFLFLFLCIHLPMAREGGRRGCGCGRSVREMAVVPALIPRSIQSPLYPIHAVLRRFDLLAGSHSSV
VLQCIGPLPPKSLLYPPSMSAERMELVLFPCQLGEPTRPIGWPPATSHECTVMVNQTYVTDEFPRCPTRSASHRTLAGLP
LSLYLRLREDGCIDTGAPLKLVVTSKAKWAATFLLAWCGANDICTLVTDVVARLQRSESTCSWSNLPSSFSSLSSPEDDG
SEGGSDSDVDVDSGWVEEMDCGDTKANFNNNESKRRGDNKKTSSSASLGAMIVVDDDDEEEGLMNDGEAIVTLRCPLSYQ
RIRVAGKGKHCVHLACFDVVTYLESSLRSSTWNCPICDGPVFIYDVRSDRTMQSALDALDADEDTVVLFGPGHCQWRAAR
QQKFAPVSATDNNDSCKGMCVTRETKCNGEKGRQRQPQLRVVDENGETEEMGDDAEFVGTAMMNSGQKRPRHEKVLRPSL
>Tcru_XP_809382                                                                 
MPAHSATRGTQRASGPWAGFFSSSFGRGHAQVARVEGAKASKSSALVSQTLLDLRQRILDEVKGNKSANSKLRQAHRHRA
WEMAFGHPGGDEVEVSTIEISLLCPYSRMALRYPVRSSECQHLQCCDLESWISLLEKCRSMRDPRAPCPVCEKRVAASTL
EMDCWQLHVLSQMPPGTQMLILDPDGSYRSGDASRQQKKQQVTEIIESTQAQKEEGDDNFLLNSSNGSASPTQWISEIRI
AHVKRERHSEDAPDPPSQGFPSASSGLTQDEDVLAVHYVESVGTTRVLPSQARLWVAHCPRCTRTLLKSEGGEVECCTEC
GLGREDWTLVRSFPGSSLSLELTRDGTLILRGADALAPHLIRAGFFRAIFADEEDVAFPRKDAGIWYTTATLTRYELDFL
EACCQRLAFGETLEGMPSVPALFRIPRRRLAPRESAFKQLSHPSLSG                                 
>Tcru_XP_805028                                                                 
MKYPPGTLVWINCDDGEWWPAVVRETDKELLLVVGGGYDMCVEFYHDPGNLYPVESGSTGVRMFHRAEDERDTAEKSFFR
VTATQEAVERALLDSTRSEVPTVDPAPYTPEELRCMSALLKSVNHTTASHLRNTLLAQDGIDLSSRGVRKLMTEREPKRR
KRPTRSLEDIVPPSHVVKVIHEVDSNPRPTEFLVVPQASRPQWTFQEAFDSSALDIVRKEVFENKERFVLSPLYRYLDLL
GAVSVDGVPVETTLPSPIALHEVPEGGLLASRRVLLVPLSASLFEHTIGWMVPFEYEGATIAMRLFVNGAVVETPCNCSL



PSGKEAVAVKTAAGADITKHVLHKELFSLAVGFTGVIEDMALWKGVIAAVYVDRIDMDALVDRVVLNYKMPPRRKRRDDV
VGVQVKINCPITTLPLSIPVRGHLCEHMQCVELRSLLMQCARTNVWNCPLCWAPTTPDTIVVNYRLKEWLETHQSQLEKV
DFVLETPAGVPLRPIWKRDIFRNVADVIALE                                                 
>Lmaj_XP_003722792                                                              
MTESDWRRLHSRVIPNRVSLPEFKSIVSDGTVHDHYLAKDLHKIMQELRDLLYEHGELREASVLPLNGKKQELSRAAATA
VRLIDRSGDGIPALRRPSDISLGATGALGDRQGSTSPTLGSASDPRLSDGGKRSAADALSLQPPQATASTLSISPRRSSR
VLPLTDHIQEEGQSIASAHSLNTAPQPTVLPPSSTRASSASSPPSTRAREEAAPRDGSTCPTHASASTASSGLSTRFRTS
RTANARVSSTVAHNAATSYAVVGAPSTSASPVAPPSLLTVPLSTSSSNEIAQLNESAPPFFRILSVPRRFQLRFGSSMLR
FEIPVQYVDGVNSRQLRIYMIPLRHPNTPARWPTAKEIVVYVNKQCVMTPWKRSWPDREREVAETYLPLDITYLLSRNTD
AQHVQVDIHNKEYQTPAILAVAQLRPLEEVTEWMLSSRLGCRNAVQARQMLLSSSSSANALASTSSSLLLSNNAAIQRTY
AAIMADDEDDDGLEVDDPVITTKCPISQLPLSVPVRGSRCTHLQCVDLNAFLVSSNKASYWNCALCDAEMRPCDVRVDTI
LWSYLCTFSSVDAYPLYLRLSARASPKEGETKYHWHPSTRTGEDADVVLDDSESDGENERTRDSPSVSGPAAASVSASSM
EATAPCSEATSVSAPNGARLPAPPAVSHRGEAWAEGLGHSRKRGRDNDTPTEEPRGTADDPIEL                
>Lmaj_XP_001684961                                                              
MHALSEALPAARSAAKRTSGRSSSLLSAGDGEGGDASEEDEDALPFVRAARRHVLEVLRHEVFENPSRFVLSPVYHFMDM
LGAVVVENSNLTTTLPAPHTLHERPAEGFSPQRRVLLVPLTEAYEHTTGWMVPTEMEGAQLAMSLYVNDTPVSLPPNWQL
SPAKEAAAVKTAMAVDITPLVLSIERDLFSLQVIFSGDVAEMEMWRGVIACVLVEEVELAQLGERIVSTYHKRRAPVIRR
SPLSSCGERGVVAITEVSVKIQCPITTLTMEIPVRGMYCEHLQCMELAAVLIQCARQNVWNCPLCSAAMKPEDIIVNHRL
KDWIASHSREVVAQVEYIVETELGRPLKIVYKAARPEQHSTIEVIDDEEK                              
>Lmaj_XP_003722335                                                              
MSADAGHDVHHAYDVLRGIRRVRTTAQLQEACDGLLAFVRTTHQLVEAQAAKNAAPGMKDTSEAYLQVSSNPSAEAQAAM
SQLKQVSLLCGAFCRRVEHVLRTTYTYADVDDASHGGLSTVHVSAYMAQLTKELQRFNTPAVNHFLAAATKTDALSTSTL
YVSSVDCVLSYGIGDLCDYRLCRRKRAQAYLQQLLAQPQWNAAAITQIIVSLNETLSTPVDPFAVCTSDESVEATCVVTP
LRDPISQTVIRIPARGEKCVHLELFDVESFVQATQQRSFNTVDVGAPCPLCSRTVHLLSIRVDTRALEAMRSYERAATAA
VSSSSSSDAPPPLTADCALEWNTDSRTVMVVRGRRGASAEESAVGEDQEEPATPSRGQRADASDTVTKKRRIEIGGHVLY
AD                                                                              
>Lmaj_XP_001685634                                                              
MTGDGGASPTDARRSKSQHMPNAENNEDEELMVASVEFSLLCPYSRLPMRYPVRSNECNHLQCCDLDSWIVMLNKCRSMR
DPAGPCPVCERRVTSSSLQVDLWMKHVIDQMPAGTHMVVLEPDGTFRNGDTTRERRKEQMIMEVVDATQGDYENYFGDVV
DGDDDAVVQRHRVTTSDASASTSAAFFPVSSRRPRMESPAAPEARSDVPSTGGGHRVGSPPLAQVKTEKAAILAAEAEAA
AGTSPSVTGSQEDGGVVVVHFVEGRRDGLQALPSQIRLWALHCTRCGAPRVKAEDGLVQGCQQCGHDAKGDWNFVRRFEA
SSSVSMELVPDGTLVLQGVDILAPYLYRAGFYRSLFEVMEYASVAERQQQQYRPPADVWTSSFPLNRFEIDFLEACCARI
AQGETLDSIESMIVPSLFRIPRRRRPGGSGQTSFTQIGHGSGRYGGLGSATASQAH                        
                                                                                
                                                                                
*******zf-Nse***********                                                        
>Hsap_ENSP00000287437                                                           
MPGRSSSNSGSTGFISFSGVESALSSLKNFQACINSGMDTASSVALDLVESQTEVSSEYSMDKAMVEFATLDRQLNHYVK
AVQSTINHVKEERPEKIPDLKLLVEKKFLALQSKNSDADFQNNEKFVQFKQQLKELKKQCGLQADREADGTEGVDEDIIV
TQSQTNFTCPITKEEMKKPVKNKVCGHTYEEDAIVRMIESRQKRKKKAYCPQIGCSHTDIRKSDLIQDEALRRAIENHNK
KRHRHSE                                                                         
>Cint_ENSCINP00000002446                                                        
MSDTVGSRHLDGAMHNLEKMSEYVQTGKTEVIEVGIELLENKIENSGMDKLQECIGGLIRAEQRVKAFTHSVDSLKSRWQ
NGELEDSMDIVEELEADFKRETEKVTNDPSLWDHEFMTSFIEQMKTIDAGFEFNTGVKPRGDDDVMQMAGEATTTCPITQ
CQMADPVKDKICGHSFEKQAILAHIAQCQKRKRPAKCPSTGCTNIIDRNNLESNVALKQLIQRRVKDSNQPQSSV     
>Dmel_FBpp0074985                                                               
MEFNYLADSALSTLVENKKFFKEMSDFVSDFSDGGKIKKLLEQSVEQSVEHAVNVVHMKIKHQSLNKAMNQVKNSSATIE
EFEEVWKERSKAVEQKRINVKNLHEFKNFVKAVESAAGQAGAEVNDQANGTAYDEDLIMEDSGSEVFSFYDPWSKALIKN
PMRNKMCGHIYDRDSVMPIIMDRIGIRCPVLGCANLCYIQPDHLVQDANVQQKIQQSMSNAIVDVTASEEDEE       
>Dmel_FBpp0088643                                                               
MDFNYHVDSALTTLLENQKFFKEMAEVVSDFSDGREIQKLLDQNVDLAENLIRMKSKHQLLSKAMKHAKNSSNTIEKFEE
VWKERSEAVEQKRIDVKNSAEFKNFMKAAAPQAGAETNGQANSAAHDEDLIMEATGGEVFSLYDPWSKALIKNPVRNKKC
GHIYDRDSVMLIITDNIGIRCPVLGCPNRSYIHPAHLVKDSNLQQKLQERMSDAIEKETSSEEDDEQADH          
>Dmel_FBpp0288957                                                               
MIKMDPKSHQKLFREMAEVVSNSSDDGEKLLTKNSSNTIEKSEEVCKERPEAVEQMRIDVNNSLEDTNYMNAVESEAQKN
IAGLDEDLIMEDFGVEVVPFHDPWSKLLIKHPVRNKRCGHIYDRETVLMIIKDNIGILCPVRDCPNLSDIKLEHLVKDPD
VEQELQKRKSDKIKNETSSDED                                                          
>Dmel_FBpp0288958                                                               
MIKMDPKSHQKLFKEMAEVVSNSSDDGEKLLTKNSSNTIEKSEEVCKERPEAVEQMRIDVNNSLEDTNMNAVESEAQKNI
AGLDEDLIMEDFGVEVVPFHDPWSKLLIKHPVRNKRCGHIYDRETVLMIIKDNIGILCPVRDCPNLSDIKLEHLVKDPDV
EQELQKRKSDKIQNETSSDED                                                           
>Cele_ZK1248_11_1                                                               



MSTQLATSMEIIRKSLRKAAEDVLHINSKNAISNEVDSEEFKETLMKDAMKLMELETEGAQMQHIFEALHNDLKDGSDEV
PNEKALEELYEKAKKTHKNVKGERQYFKDIIKSIRDESKNDENEMEVMQVQHSRKDPISKKDIVNPVISKNCGHVYDRDS
IHEFAGKKRVIKCAMQGCSETINIGQLADYPDYWTNIKQQQ                                       
>Ctel_225512                                                                    
MERAFSELNLCTSVEQLSVCSKCTHPSNNPQVCDSCGHSLSEDNAAAVYTSNPKRPRTAAQEAPVVNGNGHHFSAASSAP
QQAQIQSAPGSVRPQALYVNLNNPAYPVLGVGDSSARMPRTQNDLNPMPNLMSSAAMQAPQMIGNMPPGISNSMMANMMT
PMQQQSLLTMPPNGQPRPPPPLTSMQPQVSLPGFNLQPPPYMPTAINTRNSRPAPVPQPPSASSSSTSSNQEPAGTATLT
NVAAYQIRIGSRKFNPVSTVQFKEDGVLFTLRNFTFAPVLLNARAIIRCRANLKNALYPVIMLYLEGSCMRQIRSIFELS
EREFSENSPIDLRRCITIFPQFELDNKCNLTRMIKGIAQSFERMVQKYPRSNAILDLISNDEAIDLITGSCIDEEDVPSS
APMSSASAPHMGPAPPNVALAPRFSGSQVSASVPNNSIGPPPTPRGAAPMLRMPSDDAVWQQMQKNLVTGGVYHVVEGSV
LHFVSKFRLDYDQLAEEALHISRAWQLADSQVQNMEVQLKTKHTCIGNLRINEPVTVKIKTDSPSGIFFSCRLWRQNKML
YIPVEEMVQCKKSTVDGFCALFIRPSDQIVNQFNQFLGTNDVGKWFIAMILQDLSSEQRDALVQMKRPGQNGRPIFETLA
VPNAFALYSELTNNKRVHVLKLVDDLTEVTYQGKTDMARMTAHLLEGDSSSTDAAAAAAADDDDDVVMTSEEVGVKCPYT
QAIMKQPIRNKICNHNYEKSAIHEFILRKKGTAKCPYAGCGNVKPMSLGDLEDNRELKEYIEKMKPS*            
>Ctel_158041                                                                    
MSIAQDHGNEEGMLADLRQTMLEFVRIENEMQQFKTAAESVHKKIRDKAITDEYSKHLKDELERLKTRGAKKDLEKHEKF
VDFEERLQAATASYEPEQEAEDVQIDGDLIMTQGVQSTKCPYTQQEMEYPVKNKHCGHTYDREGIAALIKHRGNKARCPV
GGCPNTKALVVKDLVADTELRAFILRKNSQRHI*                                              
>Ctel_225827                                                                    
MEFAKSRKKSKLHMSSSSMHSSNSHESSSPSASSGDGRTLSMHHPRRSLGGRGREWASESHKLLEAMLELDDSKPFRGPV
DPLQYPAYYDVIKQPLDLSQILLNLHRGTYSSLCVFAADMRLMFENYKSFFSDANSEIYAMVHRLSYWFESEVARIGNRR
MMKTPHGNLIPGVDDSACSTKRPRPGTLEARIQALQEDNERTLAASPYQKHSLFSTDILMAASNAAKKKSAVPPKRPASP
SLTPNAHWKKKMSHLSSSSSSQYELTQKINATNFWFGTFRCRPKPPVIFTDHNIMMTLQLEGKTATVTIKAQELVRVCAH
FGKGSRHTLFLFVLPSVQKRLLSISSKFSQMIAGQIVMFMSDLALTQISRMLHIFWSMARLSMFGQIFSEIDQQATLNLL
ANIRPSITQKLPKKYRSSDSGTPAKESGRPLTAVNDRPSGEISELKEILLNLTQTLTQKAVVETSASPSAKSDAPSSAEK
IDSVASEQPMDLSSAKPSSSTSLYALPVGDSDDDLEVIIPSDDSDLEPSRPNSPKDGEDLVMMSEVISMKCPITQQTMKH
PLRNRHCSHCYDREGVKELIRHRGDKARCPVAGCSNQISLSMGDMHHAFDVWLQIQQSKKDK*                 
>Lgig_129800                                                                    
MTSFCVVDQAVNMMKHVETYINVGMELAIDVASDLGEYEKGDCEEELNEVMLDYIRMQRDFKQFIDSVEYMKKKVGANFK
TAEVVKMESILHERVAELKSTNDDSLFKEHEKYRDLVEKIHEVRNTDQINTETRAITQGEEDEDVQMTEDNVVTKCPYTA
QEMTNPVKNKICGHNYEKDGILEYISNRKHKAK*                                              
>Nvec_XP_001638573                                                              
MPSHFTGIDNASAKLQKMKEFVDNGMAATLDIALDLEERKESSDGVKELKDLMAQYVHMEREMDQWMDAVQQAKAQFTRE
YDPAKSEIPDIETIFQKKIEDLESANNDKDLLNHKKIVGFDKKIWKVHHEKEQMIGAGGAEDMDADLIMSQATVQTKCPI
TLKEMTKPMSSKNCKHSYEKEAIEHMIKKSRVKSVRCPISGCPHTLTLNDLEVNVELEHHIARKKRQT            
>Hmag_XP_002165848                                                              
MSFHKLDDCIQKLQDFNSQIQDGIEISYKVAYDCEENESGTEIVDKLHEVMIQYAKLKRDLKQCCEAANDSKNQFQSVLS
RNNGSQEIGNFCEVYNKNLEALQSRNTDVELNEFTHVVDFKNTVWNQHHKLYEPSNVDNDCELEVTQDKTNQYICPITKT
EFVDPMINTECGHSYSKEAILSHIQLSKRKCRCPVGGCIQLVRLESLKPNNVISFQMKNLCKTYWHLFDNIRNTELDIQI
AVLQHDTRR                                                                       
>Hmag_XP_002158811                                                              
MTRHGRNSTAGAVYTYHEKQRDSKTSGWGSLKTRFSKDAIKEFDCCSLTLQPCKDPVVTTEGHLYEREAILEYILHQKQA
FAKKIKAYKKQKKELDYEEAEESNEKSERLKVSQFIGLETSIATKRENPFKSSDDSGSTKKKKDNDSLQSIKNTSETEKM
KLPSFWIPTLTPQAKETRLEKPDSTVYCPMSGKVLKMKDLISVKFTLAPHTDSKSLITKHERYICPVTKDVLSNKVPCAV
LRPSGHVVTMECIEKFVKKDWICPITGNKLQPSDIIEIKRGGTGFAGVSGSELEGKLYGASLMCG               
>Tadh_XP_002116262                                                              
MAGASEIMSTISEAIRTINEAADHAVEVAQSISYKEDTLLVNQFENTIFEYAKVDSQLKEWEKVIEGYSQTLSDYQMRID
NDQQRINPHQDIHETILQDCLDSANKATENDLRAHPFIRQYQDAGFTIEDDMNDDLVTTQVHRSTTCPITKRDIVDPVKN
IHCGHTYSHAAIIEIMNLNQKSGKKNRCPFGGCNEFVNENDLVPDSAMQVLIDKNQK                       
>Mlei_ML09928a                                                                  
MPHNYIVTQLRLLDSSHQDVGISKLNTNLANLTNLMKEMRNNDLDLSEMEQLYKNFQGVQYRLEAQKEGIERSKSQALQE
NSPKTAIQNLGNHYKALYRNALENEPQHQGVSLPAPRQAVSSEEELARERQLQDELEAEGVVVAGAKISLTCPISQTRMV
HPMLNTQCGHTYDRNAVNEHIRRCRSLTVKCPVAGCVGHVNQANLRPNKQIAELLLQDSSN                   
>Cowc_CAOG_05451                                                                
MSQVQLNQQITTNIANQLKLVSQMVSTVRKEALASTFNRCSEVAVDLATHGGAEEHQQRALEEGQLSLLACEERLAHLIK
VLDDVQKECRGGMRPPPLDSYVEERLKGVEASVPYDPAKDERFTRYRKEVWKANPGSRPNPDQEDDTDQELVAQDSVVPE
ICPITKSRLVEPVRSSRCTHTFSRKAIQQLYQQAKKKLICPVPGCNQEIRLEELERNIDMEKQLRRTDIQQRTQRASQST
QRQDSDDEEVLS*                                                                   
>Mvib_comp8320_c0_seq2_fr4                                                      
TAPQENGRGQTLWRFCVLA*VDFVEPVRNTACGHCYSRAAIESLFQQQTHLHLPARVACPVTGCSKRLDPSTLVPAPTLL
SDIKRRRREEAAARKQTGTMHDTTQL*YIRTIIYI                                             
>Mvib_comp8320_c0_seq1_fr6                                                      



*VFSLIVVSVVCFELSMSTLAQIHKKSEDVVRSIKETIVDALSVTQGVAVDLLADEEEGAVERMKELQAVSELYIKGIVE
LEDSLGVLSDMVAEKPETNDWVAHYDEKRAALKETLALRCEENAQMRLLRKKLDSNDTMIAAIIDDDNEIVFDTQMPIQD
VCPITKVDFVEPVRNTACGHCYSRAAIESLFQQQTHLHLPARVACPVTGCSKRLDPSTLVPAPTLLSDIKRRRREEAAAR
KQTGTMHDTTQL*YIRTIIYI                                                           
>Sarc_SARC_11666                                                                
IESLYEAIQGSSKLDLVNKCHISTLQKLDGEVQSTNFTLDQFETRVKEFDTDFQNNITDTVTDHKVDSHEWTQESLAFLK
EQFPHKYNVDVNSELESDEDIVVGPATQDFKCKITQMLMKDPMKNSVCGHRYSKAGIMQMIGEHPSIKCPIGGCGKTVRR
NTLQHDPRFEKILKRFQRTMDSQQHEQSSNVETIE*                                            
>Cfra_g1343                                                                     
MSATDVNLSSEHVEYLQKNIHLAEALMGRIEAAIDTQRNNLCEGLEDLATNGGDQSQIESLYQAIKASVKLDLENRCHLQ
TLKDLKQTMGPYYIQDNLESMVDDFEKDLRKKKDSITDAKVQGHEWTTEALEILREKLPEKYGGDDDASKDSDQDFTIDN
VKESYMCSLTLRLFDQPLKNKDCSHRFNKDGIYGLLAKNNNKTIRCPTTGCGANITKASLIKDSKFERGMKRALRVQAME
GGEEDIEIIP                                                                      
>Contig64193_Abeoforma_whisleri_fr6                                             
SVSLSLFRSIFLCICLHLPFSFFVDFSAHPSIFCTLYNRIGLFAFFCLYLSCVILSFLGGWILTAS*TKTKMPVPQGCVA
LNNANNVLIDISDRCRLAIQGVVEDVAIAEEDEAMIEQLKENIVDLAKLQNGLKAKKQAFGKLDVLPPNTELTDAYNKEI
AKASYELDQEDIQDHQFVKEMNEKLWSIQKPGQPMPQRDLGDEDDLIMTQQSISYNCPISTRLLVDPVKHTTCGHVFSRQ
EINDLIHQNERHRNRTKCPVSGCGSYIDKRNLAIDNYMAHELKRRNRYTQETNDDEREILDV*IRK*TSLCISDLSMVFL
FFFSFRGAGLEQFFICQIVPGIWLCFDENFN*IMNFVQN*KSAPRISDFLLKNTNFGLDHLNCICIHFHYSIDCPNFSLK
IIKIHEKFAFFSASRCRA*DKRVLYYK*KTVKQPKKKK                                          
>Contig64194_Abeoforma_whisleri_fr6                                             
SVSLSLFRSIFLCICLHLPFSFFVDFSAHPSIFCTLYNRIGLFAFFCLYLSCVILSFLGGWILTAS*TKTKMPVPQGCVA
LNNANNVLIDISDRCRLAIQGVVEDVAIAEEDEAMIEQLKENIVDLAKLQNGLKAKKQAFGKLDVLPPNTELTDAYNKEI
AKASYELDQEDIQDHQFVKEMNEKLWSIQKPGQPMPQRDLGDEDDLIMTQQSISYNCPISTRLLVDPVKHTTCGHVFSRQ
EINDLIHQNERHRNRTKCPVSGKLLILFSSFAI*PKNY*I*                                       
>Contig12495_Pirum_gemmata_fr3                                                  
YYYYYYYTKT*LSSMGHSDVKTILRASSNLDEVIQEAKDSIIDVMMDLKDREEHMADIETLKKQVYDLAKLYEQNIIRSE
SIKKVENSFGTDQCRENYEKEISTKEFELNNRDLKGHEFIKFMNEKMGEVERNEDDELTIEGEVTSFICPLTTVLLVEPM
KHTPCGHVFSKEAIVNYIKKGRGNPKCPVSGCGHHVSQDKLQKDSWMTKELKRHIRKQQQESSSDEENTLRL*EK**KRT
>Apar_comp441485_c0_seq1_fr4                                                    
VTSSSCKHSFSKDAIMGMIASQRQTSCPVHGCNRPITASMLQPNKALARKVAREKLIQEEMSQAQEDEYTTVE*TQLMHE
ILRSQKL                                                                         
>Apar_comp20363_c0_seq1_fr5                                                     
GTRRGVDNKRKKTQSVRECLPVVGFFVHFILEWQL*KTK*SRTSINKTGTDKEAKSVFPRSVSQAQVEATKPHKTKQAAQ
L*RTKMAAASVLNQVDSMKRPLAVIQEQMEELYSSVLDVAEDMYKNEGDQDLLERLQATSIEWAKMSELLQAEMAVVDKL
RHNLDLDAVNLDEAHQFYEEEYQKWVDRIDGSTFERSHFVTRMAEKTGSGTAQPMESEDEDADIQMGEVQKSYLCPITQK
ILENPMTNHCGHSYSGDAIMALIKTNGKRAKRVKCPFGGCRETVTTESLHVDKALEKEVRRHIRDQQVQTQLGPEDSNTL
NVNYDDEDED*RS*LLIYVVVLHGVVVWEKGDTWRGG*MDGG*HGAPVQANNNLKK                        
>Apar_comp23747_c0_seq1_fr6                                                     
KKKKKRKKKRKKAETDTMSLVCALSGEVPEHPVVSKVSGHVFERRLVEKYIAQNGTDPTNGQPLAEEDLIAVQTKKVIKP
RPPNACSIPGLIKMMQDEWDALMLETYQLKKTLETTRQELSHSLYQHDAACRVIARLMKERDEARASLASVPQHVIRAAN
GAEEAPQAMEVEQAQEEEGIPQGVEESIKERATELQAQRKKRKKQPVEVVAREEVAAYRQAHSFSGTHSASTPGITSLAL
HPSDSDLILTGGNDKKAVLYDWRKEQIVGTYQGHIKKITNVRIHPTKNVGFTSSGDGTVKVWGLGGGDSGALHTYAAHSK
EATTVEVHPTGGQLLSAGLDGRWAMHDLQAHRTLATFAAPQDSAIHCARTHPDGLLVGLACDSNLVHIVDIFTGKTMADF
PGHEGPVIDMSFSENGYQLATASLDNTVRLWDLRGNKLLNFHTITLGADYGLRAVRFDYSGNYLALAGKDIRVVVAKQWE
EVARLQEHTSTVTDLAFGPAAKYLASTSMDRTLRLWSAAPM*SPFFVHSMHVGRHPSWGLGVWGGAG*DRAMPCGGCKGH
GCTCPAWAGPK*GMPGQGSLAGIRTSMLTKCTNCATDIIKHCYETT                                  
>Contig3456_Corallo_2_fr6                                                       
L*VDDREEP*TVSG*GSKSCNYILSVT*K*T*NLMHSTLRR*KEKFRD*LFGA*TNVWKRIGMFDHAIE**CKRIVEQCG
LHSLSEIRKQMAITTERPIHPRTVSLTSVHNTMSPQYNTDNSATEVGSHSSTEPSGSLPSTVRDSPVRSVYDLIKDDMAA
CVVDCKDIEMIINGNPLNLQGLPGALVRIKKIPPPKDAWDKARVCLIRGITTHPQTGRWIITVKRGNDTKDYDLRERVLD
GKVSRWELKGYISVTLRAPGAESDLGRTMQRQFALTKNSLRSLLTGVRKDPTRNWMNVASGLTGSGLQGSTRSSLGSGAK
AVAGSRSVGQDPEQIPPSGSPSSPLRPSLPSGSPQDRSPSSSNDNNSTAVAEPLPQPHQSSGVTIDGGAGHALLQSILDT
GRPLSPGYVPEPQPQPLTATTPVRSAAARAAAEAAAAATALQRRRAQQGHMPLQQLQSNQSLVGQSDIYGGVASSDGPDL
VEAAETVELIDPITRLPIHMPCRAVGCRHGQVFDRDAFLNYLRQRKQAEIEDLQRSRERQLEAARVAKRQKRTPAERAAT
RRARDLQKLIEGNMKAPLRDNCPICSRPIRGTQDLVVDPEIKALIEAHGNTAEHPLRLNFNQQTKRWEVHEPGEPSQSQE
DIVLLD*GQNTAAVDMSVCWSSRYLLLPVRHRSKNFIIIYS*VRSCRRSPSLLKGHSTCVQFRAV*ELSIANFLAFNKLC
PHCSAACSTPVQSPLLSDGMRPIAGNTHALRQPRVSVQPLLPLRVDGPRTPRPRRGECQIRQ*ARLQAAVPRKRARVMG*
PIGACGPHPEESKCPPCGPFRRE*ALGSSPVCSGTSHSSPLQDTRAVGRLAS*SVPSACCHPSTSTIWCSPWHPPAR*SE
FCPSSLLCPARGGGKRSRPGVRQHCRQRQRHGQDRSRSLTPPAPPHPERLRCSHQGRPGKHLLVQDDSRWTKL*PWHSPQ
VGGRRGQSPVGPPGPSLRRGSRQPGLELGPCVYHLRPVDNSGCRATPPGVRPLLRPLSV*RWRRLLKTRQPAHRLDAALF
*AQRWKALATPKVYQWASARSSRRAGNVGPRQALEKTVVSRQIRLTPAQSKFATPRHRGTGA*TNLVPWIYSTPTPCE*R



GLPCSLAGGPASGLLVG*YPNLFSSRQPRPGTRSVHGASGTESSQCGRAGLSPNVDRLESWSTLPTQAPQQTKWMLLPRL
CHCH*YRPVRDTSWTPVRPREIPRTAT*DLRWLDPCLPLMCCLRRA*RAVKRSGTDKFLQKRHSLVHGAHPRVQWRWIRS
NSGHSALSRRASHQQQKVLSPSRSVPSVQSVRPCPRYCNPNREWD*SLLLAQRRARASSPGQSPAKRHGRHCAGHMAAFP
PTPLRVQWDLVPWPKYSGEGDHRYVHERRGTGPQCDIFGSMELRQLSCVDCCSAWGLLSDCGPKS*KSLLQAGRYCRRSW
SCWGWSRSRPWLSFLFVFLYRCVWGKCLDPTTPYRQHKCIGPTQCDEE*PSN**IKLTSGSNNYKYLFSVITSW*ESKRV
LGGATPASQRSDRVPWCPSKNITKLCQRQEEAKT                                              
>Spom_XP_001713077_2                                                            
MSEAQLKTSLEALSQNLLPGNQNHCSFDFQLKEIDDSIKQVIKCALVAAEIKNNECLDMLDSGIRELLDAKQRLLLMQQS
VDTLANKTSENISDFEVRTTEMTFLLFLLYVDENKSLLDIYTQIFKELIQEYEEKSDYGKYGTQGEYIEFKKTIWHEQNT
DGSDFPSMKTFFNVMNTEEQEADEVMVYSATFDNRCPLTLQPIVHPILSTACNHFYEKDAILSLLNPTCVCPVVGCEARL
QRSLLKEDEILERRLRRAQEISNLKEA                                                     
>Tmel_XP_002839775                                                              
MSDRTSHIAIPAYEKPLLPLTAKEIQSLTALINTRSGIAKVSDTIASAITVLGNATLELYPDPEEENEGKEKAMTDMERL
ARELVDENKRALDMKETLESIVDAQRQALMRGDEPRESSEEQGLSGQYESILVAKKRHWDAMSNTEKYTTSPEYLDFRRS
HWEARNPEVPLPPTRTWFSSGASGAQDDESDIEIAQERQSYKCPLTLRPFEDPVRSTVCPHAFEKGAIEDMIKRSRLNGV
PCPTPGCTKMLTLRVLKRDSVLKRKVARALALEKRNRQMQEDESEEEEEEASGEEEAQPGPSSRRGKSKAELRKIKIEKG
AKKFKGSKKPVAVSSEEEDEEVDADAMDEEED                                                
>Ncra_3530NCU03968                                                              
MPPGRLVQGSRRPQPTASASTSAHNGSDLPPYEPPSHPMNDAGRQALANLTNNNAEMRKYEDHLSKSATYLREAVGAIND
TLFARKSQLTGKIEKRRGRGESEKGEDEAELEEYVNKLHGDVTHLTDEIEAALRQVIDYRAEVQREKLVLGSVADQVQSE
KSRRERPSRKRKAAQRASGDSDEEMGGVDAEPEEAEAVGAKDEAPLTGVREALHKARDSNARQYRATSAYDRYASNNEYI
AFKKMWHDAQHPEDQVPLPDASTWFDNQGRPIWDGAPAGDEDLIIEREVQDLTCKLTLRPLKEPYANHKCPHVFEKTAIM
EYLRGTGGKAQCPVCTKELRIKDLYLDELTLRKVKRAARAARESEDRSSNADPDEQMDESVLMGESTQLRSGRANNGVKQ
DDSE                                                                            
>Scer_SCRT_03962                                                                
MSSTIFYRFKSQRNTSRILFDGTGLTVFDLKREIIQENKLGDGTDFQLKIYNPDTEEEYDDDAFVIPRSTSVIVKRSPAI
KSFSVHSRLKGNVGAAALGNATRYVTGRPRVLQKRQHTATTTANVSGTTEEERIASMFATQENQWEQTQEEMSAATPVFF
KSQTNKNSAQENEGPPPPGYMCYRCGGRDHWIKNCPTNSDPNFEGKRIRRTTGIPKKFLKSIEIDPETMTPEEMAQRKIM
ITDEGKFVVQVEDKQSWEDYQRKRENRQIDGDETIWRKGHFKDLPDDLKCPLTGGLLRQPVKTSKCCNIDFSKEALENAL
VESDFVCPNCETRDILLDSLVPDQDKEKEVETFLKKQEELHGSSKDGNQPETKKMKLMDPTGTAGLNNNTSLPTSVNNGG
TPVPPVPLPFGIPPFPMFPMPFMPPTATITNPHQADASPKK*                                      
>Scer_SCRT_04451                                                                
MALNDNPIPKSVPLHPKSGKYFHNLHARDLSNIYQQCYKQIDETINQLVDSTSPSTIGIEEQVADITSTYKLLSTYESES
NSFDEHIKDLKKNFKQSSDACPQIDLSTWDKYRTGELTAPKLSELYLNMPTPEPATMVNNTDTLKILKVLPYIWNDPTCV
IPDLQNPAGEDDLQIEGGKIELTCPITCKPYEAPLISRKCNHVFDRDGIQNYLQGYTTRDCPQAACSQVVSMRDFVRDPI
MELRCKIAKMKESQEQDKRSSQAIDVL*                                                    
>Cneo_XP_570237                                                                 
MPSATYARQSANALNRATRGDDSLSPPAGPSNARDEDVKMNTRGSPSEDEDEEEDIEGWTEDTFVDKPFRTLKSKLEEVT
NRLEEAIEEIKDAAFAIEEANPNDESLENIEGSLFKAFDQRQVLQIKIRCLEQLEARLKGGEEYTNVNDAFNHLSEPEIK
EYLAKSQRAKLRKFKEYIDFRSNLWSINHDDACPPVSSFLEKGINDEESDDEIDVGGQTQTYRCPITLTLYQDPMTCTKC
SHTYSKIAIYDLIDSARKQRRSAKCPVTGCSVTIEKSDLKPNPSMQKRANEFARRQQDKDDEREDDIASIEDSDED    
>Ccin_CC1G_03460                                                                
MIQDIASALADNVDEEAAREPIESLDSVMRELIDLSTEMISHKEVIDDIRQKLVQGQKIDNALDRYMSGVEAKKEEYQKK
TTRQKYAKSDAYIEFRSSIWNAQKPGQPMPPLTTFIEKEDGDDSDDDDLEIGGQTQDFKCPITLTILIDPLTSRLCGHSY
DAAAIRSMLGRGSKACPAAGCKKMIAISDCLPNEDLAKKAKNHKRRLERQEEEAHSDVDEVIE*                
>Umay_XP_756916                                                                 
MPSSTRRRRVDDSEDEAEDVTYPSQRRSQPLRFKAEASSSTVGTSGSRVAADAAASSSSKNSESDSLDWKADLRPQPLGK
EHVPNVRSLMAEIKSQEPSLLKCIELLNETAEQVAEAFRTQDSCPELDQADADLRELIDAQAEKVIRRRVLEEIAQDLHT
GVYLDNPASKYKEEVQTRLDAYNEQTSRKKYAKNTDYHNFKNTVWVAKEDGPMPLVIDLIPPEFGDDKDDDSDDEEIQTG
GLVINFRCPLTTNILEDPLTNPSCNHSYSRSAVQEYVAAGNYKCPASSCSANLSLRMLRQDPALVKKVAAFKRREEERLI
TRRQTSTVLY                                                                      
>Mver_MVEG_04469                                                                
MGATGAPAASSSRTPQVPAPQSQSRQNGGESSSSASSSQPPPTVEYPRAVAQSLKPSIGAFIPHTDHIKKGLTYLTDAAV
EYEEFFGEQGAKTAGSTDKPSSRKPAGRSKAALAAHASQQAFSQDSQIHQMEDAILTAVDIQYQMDAERAALESLAGLIS
MGGRLPGIDLQTSYQELLKTEVKHQQSLRKQAINQTGRGMDRPLLDFRTKVWDYHHMNEPMPVGNLDGAVGEDDDDNEME
IVMTGDSGQQSLKCPLTTKLLEDPVTSSSCKHSFSKDAIMGMIASQRQTSCPVHGCNRPITASMLQPNKALARKVAREKL
IQEEMSQAQEDEYTTVE*                                                              
>Pbla_Phybl2_149421                                                             
MTSTREVQTLAQVLNDFRLNSFHAERLTQFIGDSDIIEGHIRTGMVQLIDAAIDLEELDQGDQVKRLQKSVPDFIDLEHK
YSSQKETIQKIKQKSLQSGGTKDMIKDYEDEIHKEEDEYNSLSAKQKYGENEFMSEFKQAVWNVKHPNEEMPENEEVEEE
DGGDDDDVIVSSTKRSLTCPLTTTWFEDPVTSYDCKHTFSKKPIVNMIRARHGIVQCPNPGCNKTWKMGCFFQDTLMERR
VGRAKMIVEEAKNREFYDVE*                                                           



>Rory_9646                                                                      
MTDEAESSVQSILNEFHLKNENISKLSSVYDDLDSLVQLVRRGQTNITLHCIDREELGQTNQKSAITPYDSELIRLENEY
DNKSEKDKYLTNDRFIAYRQHIWNVKNSDEEMPPLTGEDNTDDEIVMGRTKLSFKCPITTSWLEQPLTSKTCKHSFTKTA
IIQLIQINRGMVVCPVSGCNKIVKKDILYDDEILADKVKRAKAKAEEESLATEFYDVE*                     
>Amac_AMAG_03190                                                                
MYPNASNYGRGHRGATGAAPRLEPQRLADFASENQGSLLHDYDKVIAEMEQAIELVTSVAEDCEENGFEDQVKSLCEDMP
QYDTMRHRLQHDQEALRQLVQGLINGQSYDSEKALTEAFETALRKQLRGDTEPTSQHQFRERIYGVKQNPDYAPPLGDDD
DLVVVSDRLEDFRCPITGRTIDDPLKSKVCNHVYEAEAIRGFIRDATRRREQAECPTTGCNKILSLSDLVKDAGVERRLR
RYLTQRQRDEEMEYEAL*                                                              
>Amac_AMAG_10481                                                                
MYPNAANYGRGHRGGGLAAVSAPRLEPQRLADFASENQGSLLHDYSKVIAEMEQVIELITSVAEDCEENEFEDQVKQLSE
DMLHYDTMRHRLQHDQEALRQLVQGLINGRNYDSEKALTEAFETELREQLRGDTEPTSQNQFRERIYGVKQNPDYAPPLG
DDDDLVVVSDRLEDFRCPITGRTIDEPLKSKVCNHVYEAEAIRGFIRDATRRREHADDLAQDAGVERRLRRYLSQRQRDE
EMEYEAL*                                                                        
>Bden_Batde5_85930                                                              
MDMLEWFEQNYQEKLQQREAIPETTRYTSNEKYDAFRQAVWDVRNPNVPFGQAVNSEDDVVMTTQTVSYKCPITLRIMTN
PVTSRVCKHSFSDAIFQTFTNGSPDIECPIPGCDKRIRAADLKPDAALKRKVVAWLRAKRHEASEEDDCDQIAV      
>Spun_SPPG_02775                                                                
MFCALSGETPEEPVASKKSGHLFEKRLILKYIADNGRDPVNGEELGADDLLPLNLTNKVVKPRPPTASSIPNLLLSLQNE
WDSVMLETFQLKQQYHNARQELSNALYENDAAKRVIARLIKERDEARAALAAVQANFGQTSAAPEDRMEVDEHHGADDVL
IKDVHAKLDAKAAALSKVRRKRKPASSCASVDEVRGFTKITEVEIKAPLSLDLYSGKLAGETREWALAGLQSGQAHIVDW
RNGNHLIAKTPAHKKKINDTIWHSHGDNVRSGHFFTASADKTVKFFGVEQGGNDSFHIDEKYTSKTHSAEVNALTLHTTG
DYIVSASADGTWAFLDVDTGRSLFRVAQSEGGQAYTAAQFHPDGLILATGTNDSLVRLWDVKSQNNVRSFEGHKGKITGI
SFSENGYYLATSAADEAVVKFWDLRKLVNFQTIEIEAPKGTGVQSVQFDFSGQYIGAACGQELRIYLVKQWDELCNLSYH
TANISDFKFGTDARYVLSAGMDGKIVAAGISS*                                               
>Ecun_XP_955682                                                                 
MQGFSVYEGPTDGADPPAQNTLTPSINLNHGYAFVLVCVYMSSWYTLGALFSVTAERRGIPILVQASITDVDHVLVRKQP
NPITEAQQLVPKHSLGHLYISLHKLHLGSSVCSFVVLLHGSAVFHELRIVSQQIHLLAVEVHGTRQGDNINKRCGVLSMD
EYIARRAEALKAAKNIVMKSPDPEEGLVRKILIHQELLSNRDIALNKDFYSILNSKVSAKPEMVDLINKKEQVECVRVEK
RLICPISQKEVVDPYVGECGHVLEKKEAMKYIRNSTRPVCPQIGCNKRLTKKRR                          
>Npar_EIJ89511                                                                  
MHTSQEQTIEINTNPLSKLTKGVAYLINRLRECPEQIVTDKTLKELVSLSILLNENKEPIAKEEYHRIEIHPEHSKRVKD
SEDYQLIRSNKNAVIQMEETTGQDICMITQKEIEERIEAPCGHVFDKKGLLFFYSTVPSKYKFKCPYVGCKSDWHKMKYN
PKKSK                                                                           
>Ttra_AMSG_05983                                                                
MNQSAGYARGFRRTLNEAEGQQARLRTEFEEFDVKVLQDAAASVCSVKDVLEPEELKRQLQGIRSMLDTVLEAQIESLAH
SKALREVMKSAEAHDQDEARARAEAEAAAMAASGSAADSYQLRIFDLEAVMTRVAEACRAAAAAELKNAHNAVLEEFKET
VTNSVGLIEGVNDMEIAVDGDDDIAVLPVASTSSTRFICPISGQIMQDPVHGPCGHHVDRPAILQHMGSRMSCKCPHLGC
GRIINRRDLAVSTSILRAIRSANINDDTTQVPAGLEVEDVA*                                      
>Ddis_XP_636268                                                                 
MSQLQADSLPQLTDVDKILSNCEKLKKLMEKHEQSIKQAALSLANVLGDDPNNKDIMDNIDKSFLTTIALEDAVITYSRN
AANLKSHVERATRGNLNSQDRIGLGENLADKYLKDDYKKPLNLERSKTSVKYNNLKREVHSVNHSTPLDGLNDEDEDLVV
ASQTISIICPLSQATLVEPVRAEQCLHVFSKAIIFQMFKNSAQIPCPIAGCGRQIAKTQLKRAIDVEETVKKELRRKENQ
QRRNDDDITEV                                                                     
>Ppal_EFA80241_1                                                                
MESLPRIEDIESIDKTYASLQRLLTSHKHNITQSALSLESEDEQLCINSLILTTIYNPQAAQLDQDFLKCLYEEQFIAKH
KQDIATLKQYIERTHAQLRQNQHQPTSQPPAIRDPEEFIKHGTMLRNIDTGLEALKQNKEFKEYKQKIWNINHTEPFDDG
GNEDIFIASQTISIICPITKKNFENPVKSRTCGHTFSKEAIQSMFRRSTSISCPVVGCSHQITQNGLERDIVMEETVKRE
LRKKSREVQKDPDDITEL                                                              
>Ehis_150_m00102                                                                
MSQTEVIDTIHDNEKNRKRITEYIESLIDCAETYTQTEEVPDPNVLQQYKETLKSMLELESKLNGHLAALRRSQDNPDAI
EDERAFKAEYKQAVINNTETIGDDHPKIKEMKRRIWYARHSEPYFEDENEGVIISNTRSFICPLTKKPFVNPVKAQVCGH
IFSKQAIYNLIGRNKTIKCPVAGCDHSFGINDLIEDYETQHAMDREKKNAMSEDSSSEAELV                  
>Acas_g3241                                                                     
MQSYITMEKLLQDHATIIGEVRNVLRNEEGETNLVELIDRRHAEAAEEDAQFQRHPRYREFRQKVWKVHHPDEALPDEAN
DDLVVMATQDENNLMCPITRKLLVEPVKNKEAILAHMKANKRKGTKCPVAGCAADVTQLEEDREVSYRVEREAKRANSSK
RKRKARNDDYTQV                                                                   
>Acas_g4132                                                                     
MSRQEEGHQVPEAREEEERRPVVLYKGIQQREASQLQCPIHKGLMHDPVGTGKCKHVFCRSCLASWVALQGHCPLDARPA
QVDQLVPADAAVEKLNSLLIHCRWGVVQDEETGAWVAASGEGYCPALITIGDRKAHEDSCAYRPAVQVNVEVMHALREED
KEDDEEDEEDDQEDMEDYDSGGEETEATSGGAAGQLMNRLQFPQVQVNVEQVMQALRTNLTRFERVLADRMDVLLAQVRS
LIEEQNIHRLRSGASGAMANFKEEMEAAIAGLMEKQAPLFRSIATKSESLCLEASSVARAKGNALYEGAVHMRHQAAVAG



GEAINRLDVLAQELMGEVKLALMRSLEPQSCPTPPPPPPPDFVLEEEQEAEAQEEEEQEQEAEPQEEEEEVEAQPHVTAP
ASVTVEDAEWDDCPSWIPQAQPTLHAPPRYPPPPPPRSAKKHTH                                    
>Acas_g6486                                                                     
MSLICSLSGQEAEEAVVSRSTGHVFEKRLIEKYLAANDRRCPVTGQTLDADDLLPLKVNRSVRPRPATGTSVPSMLQLFQ
NEWDAAMLECYSLKQQLNLARQQLAHALYQQDAACRVIARLTRERDDARTALSTAQAQPSAVGPSGANADGMEVEGGAGI
SEQVKQRLLSVSKQLTAERKKRTVPKETATEEQIKSLHATSSHPTHSSSKPGILCLDLHPNQKLVATGGIDRNVVVLNRE
TGVAAPALTGHTKRVNRVAFHPERDVLLSASHDGTVRLWSAQGEENDVPRYAAAGQMQPHGGAEVVALSLHPTGDFVASA
SLNGSWAFSDLSSQRTLVSVAAPIQESVHAASFHPDGLIYSTGTSTAKVRVWDMKSLGNVATFDGHTGPVRSLAFSENGF
YMASASDDHTVRLWDLRKLKSFQTISLPDSDLSSVAFDYSGKYLAIGGSDIRVYGFAGKLVEPLVTLADHSAPVTGVLFG
QHAHLLASTSLDRTLKFFQTNA                                                          
>Atha_AT3G15150                                                                 
MASASSSDGVAGRIQNASLVLVSDNSSTLADIRKAVAMMKNIAVQLEKENQTDKVKDLENSVAELLDLHSDCNHRSTAIQ
SVANRYQPVEQLTDFKKLLDDEFTKLKATPSSVPQNDHLMRQFREAVWNVHHAGEPMPGDDDEDIVMTSTQCPLLNMTCP
LSGKPVTELADPVRSMDCRHVYEKSVILHYIVNNPNANCPVAGCRGKLQNSKVICDAMLKFEIEEMRSLNKQSNRAEVIE
DFTEDVDED*                                                                      
>Mgut_mgv1a011802m                                                              
MPEKGSSSKSRKVQTSGEKASMASTSAPRNSAACGRIASAASTLSSDNQTLIAEIRRATIMMKETAVCFEEDNNSDRVKE
LEAGVLELVKASDDCSHLSNAIQSIGNEYQPGAELTNFNKLIEDRIERLSAGSSSVSQNHPWLRQFREAVWNVHHAGQPM
PGEEQEDIVMTSTDSNLLNITCPLSGKPVTELAEPVRSMDCKHIYEKKPIMQHIRSKNSHGRCPVTGCPKTLQAERVVCD
PLLLIEIDELRSMSKQRARADVIEDFTQLS*                                                 
>Acoe_036_00039                                                                 
MASRRDSSVNRFQNAASTIYSDSQSLIGEIRKFMGVMKEIAVDLEKENQHQMVKELENGVTELIGASDDCTYLSSAIDSI
KNNYQPGEELMDFEKLFKDEIAKVKASSVSDPQNHPLVRQFKEAIWKVHHGGQPMPGEEQEDIIMTSTESNILNVTCPLT
GKPIFDIEDPVRSIDCKHIYEKKAVMDYIKTKKADPTCAIAGCPKKLQAAKLICDPLLRIEIEEARTMSKQTSNPTMIED
CTALDED                                                                         
>Bdis_2g16577                                                                   
MSSAAMKLANAADTSSEESQSLIADMRKAVNTLRSIAVEYEKENRPDKVKEVEKEMLELLASYEDCAFLAEAVKAVPQIY
QPSDQPTDFKKLIEAEVTKIKGNSRVSGHCQQLVRQFREDVHHAGQPMPGDEQEELVMTSTQRNILNIKCPITMKPIIEL
TDPVRWKAVSALLGFMSKLFENCVIAQLKCTECRHIYDKNPIITYMRNNKPPRCPIAGCPKMLHIGNVKCDSMLRVEIDE
FRSSGAADSIASDIEVISDLDDDEEEPMDEDNGDEYERRVWQVWYVG*                                
>Bdis_2g16600                                                                   
MSSAAMKLANAADASSEEAQSLIADMRKAVNTMRSIAVEFEKANMSDKVKEVEKEMLELLASYEDCAFLAEAVKAVPQIY
QPSDQPTDFKRLIEAEVTKIKGNSRVSGHCQQLVRQFREAVWDVHHAGQPMPGDEQEELVMTSTQRNVLNIKCPITMKPI
IELTDPVRCTECRHIYDKNPIMSYIRNNKPPRCPIAGCPKMLHTGNVVCDSMLRVEIDEFRSSGAADSIASDVEDISDLN
DDEEEPMDEDSDHL*                                                                 
>Sbic_09g028460                                                                 
MTSMATKLVNTAEVASSEAQTLVADMRKAINTMKSLAVDFERNGKSDKVNKLEEMVQEMVASYEDCAAMAQAIKAVPVVY
QPSDQPTDFKTLIEVEVSKIKGASSASQQNHPLLRQFRESVWNVHHAGQPMPGEEQEDIVMTSTQMSILNVTCPLTGKPV
IELIDPVRCVDCKHIYEKDPVMQYIRTKKPPQCPIAGCPRVLERGKVICDPLLRIEIEELRSSETGAPNATNIDDLTDLL
DDDEE*                                                                          
>Smol_XP_002985737                                                              
MDRAFDSVDDSTRSLVSVKKLDEAVLELLTATDELERHRKAMQALKASYQFTANQPTDFSKSCKAEMQNFPATNPKDHPI
YKQFEEAIWNVHNSGVPMPGQEQAEILCTTQAGILNRTCPISGKHVTELENPVRCSECRHIYDLPAARGYIGSRLQSKRC
AVAGCPKNISLQNLVRDATLDMEIAELRMRGDGGETHTHTVVEELDDILDVEIE                          
>Smol_XP_002974439                                                              
MDRAFDSVDDSTRSLVSDMQSNLVLIKLIAEDVERAARGCDEVKKLDEAVLELLTATDELERHRKAMQALKASYQFTANQ
PTDFSKSCEAEMQAFPATNPKDHPIYKHFEEAIWNVHNSGVPMPGQEQAEILCTTQAGILNRTCPISGKHVTELENPVRC
SECRHIYDLPAARGYIGSRLQSKRCAVAGCPKNISLQNLVRDATLDMEIAELRMRGDGGETHTHTVVEELDDILDVEID 
>Php_XP_001784448                                                               
MQSRILDLGGISKGFRGHGSACENRLDEPLLLSCSEPSSGLGIAHLHDRLRRTRKPRCPLSCFWRFSGWALAMGLDSELG
FLMWVDYQRLRHFMEHLYALEDKDAQFSFHIQWEDSVTAFNSLDYLLFVNMMKLVRPEFLYSSYFFMDLELIPDLIRTKV
MRNVSGEMEESVTDTNQKDGKTNRLEIDRDGLQMLRLAHEGDKALLRGLTLHGSEESKYQQAVADKSPLTESGHFKHEVK
CFQISKPLIRVDHSDISHDDRTLEEQMTNGAEFDQSSIFQNTCKSDAAIRRSEELKDVEGVCVERKPALVKKEASEMSDL
TERQQTIPDDFHVKFVLDGVDMEEDDEVRARKHFEFVELKKRLEEEEIMYAGCALGEASNIDATEKDQIEADQVRATMDG
VINSLAGIAICKPDSSLRVDKKPLSKSLNINNGMTDLAEDKFTGPQAYTNREGSGGCLCCRKAVKQIDEGNASDVYMTNS
FYSSLNIVCPICGIPVVDLVDPVRSEDCEHIYDRAAALNYIATKRKDDVCLCAASGCRASLAENKLVNDSRLWQDIAELR
QIKAAMLESRMLQDFANIDDSDDD                                                        
>Php_XP_001771394                                                               
MENLGGKMVALGEEVEEFFTDISQKETKAKIDNKMEYLDRLQMLRLAQGEGEPLLRKDNSPGTDLSVDQQSLAEEPAVFS
STTEGKDEAFKHEAENFQITKQIVRTAHISQDEGELEEHVAAIDHDRKPKILIANEQDMGTKIREKQMGVNEESVEFKPA
LVKKAVSELHGLTERQQKFLQDFHVKFVLRGLEAAEDDQARARQHSSHRVDLKIHADYGFGEASDIDITVKGQIDAKPSY
VTPRTLATTQTSEPERAPQIRVIMDDVIDNLADVTICNLDPSAGCDSKPTPDFGNAMKDLVDDDELSELQGFTDREGRVG



ECQCYGKAGKQMDEKDESDVQITNASYSVLNVVCPVSGVPVVGLKDPVRSEGCEHVYDRASALNYISSMEKDGFCPCAVA
GCRALLAEKKLVADSRLWQDIEELRQIKAALWESHMLQNFVNIEDSDED                               
>Php_XP_001767320                                                               
MATPAVDRVRSVIRSLASKTNDLLQDFDGTILYAKLVAEDLEKDHHAPSVKELEEATLDIITISNKLRNHSKALETLSMT
YAPSIEVTDFKKLLKNYVKELDEESPFDSEKHPFIKQFREAVWKVHHAGEPMPGQEQEEIVVMAGSQALPNTSCPLSGKP
VEQLEDPVRSQRCRHIYDRDAVLNYVRSHAMRNRRHKNSNPCKCAAAGCPGILVEEQLVCDSSLKIEIREYVLRQQSSNI
DTVADCTYLEEDDDTPLKSHAPR                                                         
>Crei_XP_001701820                                                              
MFCSISGTVPEQGVVSTKSGHLFEKSLIEKYVRETGKCPVTGEPLSTEDLLPLKVNKTVKPRTAPATSIPGLLSLFHDEW
DANMLELHNTRTQLHQTRQELSHALYQHDAATRVIARLLKERDEARAALADMKQQYAADVAAAAAAPREGGGEGGRRPKA
GIPEDVIADMTEVNATLSKGRKKRPLPDSLASADDIAAMTLAGSHPLHKTTAGGIAAIDVNPQQQGVVVTAGVDTTLQLF
DYLQTRVLASLEGHTKRCTGVSWVAADVIVSSSADKTARVWRAGGEGGSEWSCASVLRDHTAEVVGVTTHPSRRYFVTGS
TDASWAFYDVASLTCLRQVGADEGPGEPYTCLQFHPDGLILGTGTEGKAIRIWEVKAQKAVAACEGHAGAIRSLAFSENG
YHMASASDDCIKLWDLRKLANFKTIEPYTDGPCTTVAFDHSGQYLVVGGPVVKIYGQKQQWAELKTLSEVPKRASALRWG
PDARSVLVGAADHNLRVFSSPSA                                                         
>Otau_XP_003084103                                                              
MRRGSSTPSSPRPDTDAGVLRVTTSVRERIREVDETLEHLRAAVDCCVDVAKGAEKATPGSASVLRPRIEALCELKREKL
ATMDALKALEREYGTSRSKQSEREDGDGDSFDFEAYLDRKTKYYMASRPKELEFVIEFDKAVEKARGGEGEDMVMEDDGA
DGLRNEKCPMTMRRIEDLDDPVEDNRGFVYERAAIVQYIGRAKSKECPVAGTQHTVTVAELKPSRMAKKMKQRAAGVGSI
RAGEFVSP                                                                        
>Otau_XP_003083717                                                              
MNASVAAPDVRAMRQALTCAITNAPFVEPVTTPCGHTFEREAIARWLTRAERERAQTRGRALGSISAPGTWPGVPNTVVS
RTPVRVAGEHDAHEEDVDAMTRDENETWMTPDGAVTLIGKTYALPMFFLDALVPGQEVTLDVYEAKYKVLIRRALTGSRR
FLMMTNDDVNEEKFYAYLEALESDDGEAALEALEVSPALEVGCEAMGVSLERFGRFCVECQIVTCQELVDGQFLVRIRAM
RHVYVHSAVKDPSGFCVAKCTRVYDRKGDPYEDYLEPRETYAKLELRVARAMELFGIWIAMTSGPRWLYNYGGRMSTLLQ
AIGPRPPKNQPGDLGWWIVRALNPLPTIDGTIEMRSICLNAWDLNVRFNVISQMLSAELDQARARHRGEHLRRALRRIQR
NHGVRS                                                                          
>Mpus_Micpu54370                                                                
MAAATEPPLALDAAGVKHAIGAAANAPLPEYEAFDDDFDETLDLFAEVAEACETNGRSSDAVRARSLVVVVVVARVLANA
KKLVAMHREHASHRKALAHLRENYACSLDATDFAAVLDATAKSLLESDAPYREKIADLERKIAAARRKAKAGGAANRDGG
DGSDGSDEDVDVVVTQAGRPGDFDCPNLKCPLTQLLIKDIATPVVDQKGYVYEKDAVMDYIARYKNPRTGRAECPQAGTN
HEIRSEDLKPARAIERARKRAKALADGGGGGGGGGRKRGSMGGGRSDAEDLISP*                         
>Cmer_CMP167C                                                                   
MERSGEASILELAKSIAEGTTVESPDFEASLADIERFTTAWKTRSVLLSEHLVSASRCLLGGAPANPEAVCQGPSAASQA
GTLESLSLAASQCVTGEREAANILRTARKVREALLSCQEPTPTGTEGQTTESFTDTWRRFEETGRSARSASSGETITERN
RDKVRRLVEGGTMQSASADSLSDPSLAATQQASPDPIVGDSTAPTYVAADWEPDASRIRCPVSGVVMQQPFRNRDCQHSY
EKQSIEQLIRAHNRLRARERLTDRHAAPCPVAGCVATVSIGSLEPDTELMLVIERLQRRQERLQNRPMPWGPTECTDSRD
PIEDSPR                                                                         
>Cpar_1897Contig13204                                                           
MSLTCASGGIPEEPVISKKSGHAYEKRLIEKYLEANGTCPITKEPMSKEDLLVPQSKIVKPRPPNATSIPSLLAIFQNEW
DALTLETFTLKQHLDTVRQELSHALYQHDAACRVIARLVKERDQARIRREDVNWACRAPMEVDVPKPKSGLTSDVVKKMT
STATALSKGRKKRQASASLATPEQIQAYKQVGTSLMHKASPPGVTCLDINPRDANMAVSGGVDGDVILFNRAAGKLVAKL
AGHSKKVTDVLVHPSENVIFSSSTDKTVKVWTGKDSWKAALTLKEHAEEVVGVSLHATGDYLVSASHDGTWAIFDIRSGF
CFVQTQDAGITRYSSVAFHPDGLILGTATPDALIKVWDVKSQANVATFEGHAGPVSSIAFSENGFYLASASHDGTVKLWD
LRKAGQPDACNFKTLSVSEGTPINAVAFDYSGQYLAAAGANVRVFATKGFEEVKAFGEHTAAVTDVAFGPDAAFIGSASL
DRSVKFFAAA*                                                                     
>Cpar_27236Contig54071                                                          
MEARACQMLAKAEKEKQDAVARVAGELIDLTCPVSGALMQDPVRGNCACKRNFSKGAIEAWLLNKSRGALTGYDLVPAQD
VEETILALPRSVPHGKQRESPHFEAAVRETDLVRDRDAEAAGPPAEDGAPEIVQGGAARTEAGRRPEEEGEERGPADAAA
QAGAEEEEEEVEEEVEGDENGGSD                                                        
>Esil_CBN80115                                                                  
MEPKPGIALQTFIFNYKQNAALRQGTGKHEPFQRTFLVAICRKLKATPPQRGREKAPTGREGKAQPHPPQYLCKDTRHTL
VVVGTSTSESLSLLDISSLQTIAVRPRLDARTRLSFQTSWTPVDSRQQIPVPNKKMPPYRGGRGGGAAGGVLSRGAVQQD
NQMKEILDDITAGTKELAGTVGMQENSGLDKEVHQKLAEQVQQLAAQNAKLEIKRAATASAMKTLAAEVDKKTAGGAAAA
AAAAADDPPPEEMDMAYFLESMTSKLSSAMEGADEKALESKEYKDLMKMIVATAMDDDDDIIVPNDNRVSLKCPLTSSTF
VDPVKNKVCGHTYGKKAILNHIRVAKNDGGVSCPVAGCSNKVVKADLVPDKDMMRRLKIEENTQHTQTAQDAEDVEDDDV
AESFI                                                                           
>Esil_CBJ28011                                                                  
MQCAISGQTPETPVVSKKSGHVYEKRLIVKYIDAEGKCPATGEELTADDLLDVRSEGAVKPRPAEAASIPGLFLSCRCGA
VHDNEWDDLMLETHTLKQHLNQTRQELSQSLYQNDAACRVIARLHRERDEALAQVQAQRTVLAQAQAAAPAAAAAVEEMQ
TEDDGEEGISPAAHAQMQAKWKELSKKRKKRAMPDDLASQETVSAWGEVSRNTLHKTSPKGITCLDLHPSKPNLVLTGGV
DKTAIVFDRDTQAQVATLSGHTKRITDACFHPTRELLLTSSADKTARVWQAQAEGDGGGYKAAHVLDDHDGEVVGATVHA



TGDFMATASKDKSWAFYDINRGRLLKHVKNDEYSEGYNCVRFHPDGLILGTGTGDALVRIWDMKQAANVANFKGHEGGVN
ALAFSENGYYMASAGEDGYARLWDLRKLTNFDNLTIGDGAAHSVAFDFSGSYLAAGGKKCTKVFAVKTWGELATYGGYGG
SVTGVKFGKSASFLATSSMDRTLRFYGTA                                                   
>Ngad_04021                                                                     
SLTPTESMPQKHSRNNTDRATFTYQERKMAGWGTQKTRIGTDSQQPFGYCCLTLKPVTDPVVSPSGHIYSREAIVEYLLS
KTQDLKRQRVLYEQQREEEQERMEAALNEEKEKDVHRFVERQTSTFEEAAPRQGKHEQNPQEENRQRYIKQQLSKVIHRD
LKTKQEDVKKTSFWVPVCTPEAKNTAIEKPATRPRSPMTGDPLRAKDLLPLPLMVDPEWRNEHDGRGKFLCAVSRKAITS
QPAVFI                                                                          
>Aano_F0YJN6                                                                    
MFCNISGEVPREPVISKTSGHVFERRLIEKSLEASKGVCPVTGNELSVSDLLPVEANLAVRPRPLTATSLPGMLAMFQNE
WDDVMLETHVIKQQLHATRKELSHALYQHDAACRVIARLVNERDEAQRLVAELQRSLAGKLTSEGISSNTPNISKDGLGP
EVITHLTDFWKKTSRSRKKRPVSRQLSPAETIIGWSKKTSMELFNSNSGATDVAICQLSGAIVCAGGKSGVAWLAAASAP
AATSKGCVADTCSIIPGSASSPGTVFATSGGDKITLWKANEKDLSTVASVRVPGAASVAAHPTGSYAAIISSNASWGLVA
FGTEMSTLRELSLVMPDDPSEAPSAPLKFHPDGLILATPTTSSQGHVVRIWDVKEQKSVHAFEGHSAP            
>Aano_F0XZJ0                                                                    
MAAHADKYQRVAVSSAMTKIAAKSDSFYEDGNTLRATIVQFAKDINGLDVSAAAKKTAMESLMDTMRTSLSTKHEIDAFL
AAMKKLQDEAANGDFDDCDDDFLDVVSKALQAQIAAYGAPDVELDGQFKKMRKVCAPVLGGGDDDSDEEIQVDETQADQE
ADFKCPITTGLFVDPMISKTCGHTFSKKAAMSYFHKTIPKKCAVFGCAQLLTQADLKKDKEKEVALKSYQAKMKRAAASQ
RDAVEMDDDDDE                                                                    
>Aano_F0YL44                                                                    
MFCNISGEVPREPVISKTSGHVFERRLIEKSLEASKGVCPVTGNELSVSDLLPVEANLAVRPRPLTATSLPGMLAMFQNE
WDDVMLETHVIKQQLHATRKELSHALYQHDAACRVIARLVNERDEAQRLVAELQRSLAGKLTSEISSNRPNISKGELDPE
VITRLTDFWKKTSRSRKKRPVSRKLSPAETIIGWSKKTSMELFDSNSGATDVAICQLSGAIVCAGGKSGVAWLAAASAPA
ATSKDCVADTCSIVPGSASSPGTVFVTSGGDKITLWKANEEDLSTLASVKVPGAASVAAHPTGSYAAIISSNASWGLVAF
GAEMSTLCELSRVMPDNPSEAPSAPLKFHPDGLILATPTTSSQGHIVRIWDVKEQKSVHSFEGHAAPISCVAFSENGYYM
ASSSTDTTVKIWDLRKLTEFKTINNCDGVTALAFDRSGKYLAHASATRIQINVVKEWSTLSDLEVNGQIRALDFGIDAEF
VAAASSNGYLDFFGSRN                                                               
>Ptri_XP_002177291                                                              
MSRYNSHSNVTTAVLDTIISREASDREGIAQNQSLCRTMASRLAAPYGDLEQTLLPLCKENNAVAEETDVRAFLQEQRAR
IKKLAKGNVERERKLQIFLETLRTLKEQALNEANTDPSTDDEPMQVVDYKEKIETLMEQTRVEHQNTQLPMHQEAYYREI
LAELGEKEPVLVKKDGGDDDDDDIEFLNHQSSSEKSLKCPITMVLLEEPVKNKTCKHVYSKAGIMQLMGQKGFCKCPVPG
CGNHQVTLVQLEKDLQKDMLVRRARRRQAADSEQQASQAEMQDSDEEEQEAAL                           
>Tpse_XP_002296179                                                              
MARGRQSTGNRRAGEAAILAAQRAIDREDEYRRPIKTLQGQANIQADLLSSGSNLETILQEADGDNADSFLMTCRNRLKA
VAEGNAKRMYEIDYFVEAVREVKGDMQRRQLEEQGEDGAAVPDAAVEAPDYESAINEAIESIRTKSETDGLKPPVEEHEL
SIELRTRLGEKIQKKKARTSRGGGYDDDDDLEIVNNHNDDVHALKCPFTAMLFEDPVKDKNCGHTYSRAGLMQMISNRKR
NCPVPGCANKNVTLESVEEDEETKLKVRRFKTREENLRRQRELADDEDEEGQGGGYTVIS                    
>Pinf_XP_002906313                                                              
MDAELEANIQQALPSALKMALYAAKKQHLDLLKYTIEGADSLCNNAVFLKDLEDQEHLQQLGETAKGFAVLQTQLTRYKT
QLEKLEPLVESGRLDQKKIDKVLNDALVTPRVNVTKHDFYKKFCDRAGIELAADGDDDVFIQESESVRSTICPVTQMEMD
DPLRNPGCGHTYSKKGIQAHLQRSKKCPVAGCPQKLSFNNLERDVEMEVIIARSHQASEQQRSQAVAAADEDEEDEEEYV
VE                                                                              
>Pinf_XP_002896207                                                              
MLCSLSGQVPVEPVVSLKSGHVFEKRLLLKYLEQNQQRCPITGDELDAEQDLLALQAAPSAKSSAASAKVAAFAPEAASI
PQLLATFQNEWDAVMLETFTLKQHLEQTRQELSHALYQHDAACRVIARLNADNATLKERITQLASGQQDDVDMQDGAQNG
AALAPEVLATVESKQKELAKKRKEFKKKDGPQRAALLSGLADWKMSSSHTLHDSDKPGVTCVAIDSKRPTLVATGGVDKH
AKIFDTEKQQLVATLTGHTKKLSHVEFHPTADMVLTASHDKTMKLWTVQEEGYGVGYTLDGFDDAVASSSIHPTGNYVLS
GSLDATWAIHDVRRGHLLSRYTLNGELAMPDASTGKPKKAANEARCARFHPDGGIFGTAAKSKLVQMWAVNSLSNVVTFE
GHIAPVTALGFSENGYHLASGSEDGVVKLWDLRKATSFFELNLKKEQPKLKLGAIHSINFDASGSHLAVASAQSIQVLKE
VSKNNWEVVKTLSDHKAAVTSVQFSPDSSFLASTSMDRALKIYR                                    
>Tgon_XP_002370348                                                              
MTTAENEETSEELAAAVVHAAEDEGGCSRETLAEVEELGPQLQTELNRARDFLQRTLRRMAVYATRALPALSADASTRQQ
EERRGERKRLREREAAAIASAVHTAEELWRAEREIFAPFLEKQTEAGEADDEEPDAGVVARVQRRLKRARGRKTQAPETE
TERRFLLNRPLPAAKLENDPCFNMIQRICGDRPADCSAVDDVELRESDGEESEEDARADAERKRFLKVPLVFFRCPITQE
KFTEPVSTRFAPDGQACVHVFEKEAILAALRRSNAPGSVACPFAASLQEDVETKLRMQHDAVKEAQEALDREPSAVALLD
APAEES                                                                          
>Pfal_Q8IKW3_Q8IKW3                                                             
MSRRKKEISDETEKHAEDETVDEIPYFKEIWNKLDQYEEEYLPSNEIQKYHCNLQKSLFNILFSIKYFNEINIDSQYLKL
VNKFVKLKLQGNQSDEKDISRLARFYLKNEKENDEDELLLDEELGVFPTKCPISQMPFENPVTQRFSKNRKACVHTFEKA
FILRLMHNKDTIECPIAACKKKVYKSSLHPDYEFLHHSRYKKFRDHITDALEYFNNIRNEEKEILDFAE           
>Ptet_A0DXT2_A0DXT2                                                             
MQSWQTCALSGELIETPVISKVSGHIYEKRLIEKHIESTGTCPITGRPLNIEDLIEVKVSRVQKPRPVTATSIPSLLSLL



QNEWDALLLEQFQLKQHLEQVRHELTHALYQHDAACRVIAKLIKERDQARIELAQLQHKLNHKIEVEANNAPEKLSSNYV
AEIEENALKLTNQRKVQRKQQSYFDQFPGPEILSTYDVKQQYQQTQGGTTLDTQGNYVVVGGLAGQVQLYSQEKLVYQVS
EHTQNITSVNFFTYDEHIRFVSASLDGNLKIYQFNSQTQEGQVAQTINIGSSITGVAIHPIGYIAIIVTNNGLLAYYNLK
SGQQLSRVTDFEGQCQFTCVTVHPDGLLLAIGQADSQIKVWNIVKSQQLAQFEGQNGAVTNLSFSESGANLASSSSTEVN
EWDLRKPGQFQKIHQDQKIGAISYDPSGQFLAIGSNKTIHFFDVKKKQEFFNIESHRDVVTSIRFGQLSKYIYSCSVDKI
VNIYGN                                                                          
>Ptet_A0E2N3_A0E2N3                                                             
MQSWQTCALSGELIETPVISKVSGHIYEKRLIEKHIESTGTCPITGRPLNLEDLIEVKVAKIQKPRPVTATSIPSLLSLL
QNEWDALLLEQFQLKQHLEQVRHELTHALYQHDAACRVIAKLIKERDLARIELAQLQNKLNHKVEVETNNVPEKLSANYL
ADIEQTALKLTSQRKLLRKQQSYFEQFPNSQILSNYEIKQQHTQTQGGTSLDIQANYVIVGGQTGLISLYRFEALLYQNQ
QQNQLINAIRFFTIDEHLRFVSSTSDGDLVIYKFNTETNEGVITQTVKVGQNITGLAIHPLGYIAVIVTSEGLLLFYDLR
SGVQISKVTDFEGQCKFTSVAIHPDGLLLAIGQENSQIKIWKITSGQLVAQFEGQEGSINQVAFSENGVNLASVSETQVF
QWDLRNPGLFQNLFQSQKISSISYDTSGAYLAVGENKNIHLFDIKKQQEFFKFESHRDTVTAIRFAEFNKNIYSCSLDKQ
LNIYGN                                                                          
>Ptet_A0CII1_A0CII1                                                             
MQSWQTCALSGELIETPVISKVSGHIYEKRLIEKHIESTGTCPITGRPLNIEDLIEVKVSRVQKPRPVTATSIPSLLSLL
QNEWDALLLEQFQLKQHLEQVRHELTHALYQHDAACRVIAKLIKERDQARIELSQLQHKLNHKIEVEANNAPEKLSSNQI
AEIEENAIKLTNQRKAQRKQQSYFDQFPGPEILSNYDVKQEYQQTQGGTSLDTKDNYVLVGGQAGLIQLYSHEKLVYSAQ
EHTQSITQVNFFTYDEHLRFVSSSQDGNLKLYQFNSQSQEGQVTQTINIGQSVTGVAIHPLGYVAIIVTTNGVLAYYNLK
NGQQLSRVTDFEGQCQFTSISVHPDGLLLAIGQADSQIKVWSIVKSQLLAQLEGQEGAVTNLSFSESGANLASSSSSEVK
EWDLRRPGQFSKIYQGQKIVVLGGLSYDPSGQFLAVGSNKSIHFFDVKKKQEFCKIDSHRDLVTGIRFGQLSKNIYSCSV
DKSVNIYGN                                                                       
>Ptet_A0BKI9_A0BKI9                                                             
MQSWQTCALSGELIETPVISKVSGHIYEKRLIEKHIESTGTCPITGRPLNFDDLIEVKVAKVQKPRPVTATSIPSLLSLL
QNEWDALLLEQFQLKQHLEQVRHELTHALYQHDAACRVIAKLIKERDQARIELAQLQNKLNHKVEVETNDVTEKLSANYV
TDIEQTALKLTSQRKLLRKQQSYFEQFPSPQILSNYEIKQQHTQTQGGTSLDIQANYVIVGGQAGLVSLYRSETLLYKNQ
QSNQRINTIKFFTTDEHLRFVSSTSDGDLVIYQFNTETNEGVVTQTVKVGQNITGLAIHPLGYIAIIVTSGGLLLLYDLR
SGQQISRVTDFEGQCQFTSVGIHPDGLLLAIGQENSQIKIWKITSGQLVAQFEGQEGSISQVAFSENGVNLASVSSTEVF
QWDLRNPGQFQKLFQSQNISSISYDTSGAYLAVGENKNIHLFDIKKQQEFFKFESHRDVVTAIKFAEFNKNIYSCSFDKQ
VNIYGN                                                                          
>Ptet_A0DTG6_A0DTG6                                                             
MQEAFVGHTQKSQNFYTQIIKSQAKNAWEVKRRISKKCAFTLNPLKVPIRSIQCKTLKCVYEQDVIQVILKKYDKDNDIF
KCIQCEEEIKKQDLFFDSELSKALKLQGPCYLKNNTQSQKDQKLNYIIVNKNNDQAKSTIEMLDESQYPLIENSENQQLL
QILALSVYKQRMETLHFLMNQEKEMSLQRYAKQEFSQEKQYMDSWFRNQ                               
>Tthe_XP_001009835                                                              
MLIIIQMLQDNQYSRLQCQQLNEARMKRISIQQFYLRIKHNTSKKKTENIINQNLIDYQQILILKQACEDKYTKDILYQM
ECVQTDIEICFQKSNSQLLIKMSWNYCAITGEQLHEPVVSKKSGHVFEKRVIEKHIQSTGQCPITGQALSNDDLIPVQLN
VQTKPRSVTSNSIPGILKTFQNEWDALMLETYNLKQHLETVRQELSHALYQHDAACRVIARLIKERDEARFEVAQLQEKL
RQGKMELEEADAQNEQQQEQTNNKLPQNIIDSINETALKLNQIRKDRKKDAEYNSKFAATEVISSYGPKETVGLHSTTNP
GINALDYNRQRNLVISGGKDGSVILYNTVQNVIEGTVELNKHIVALTFLGNDENPHFVAVTEHAAHLYQFQAENKQFNSL
YTYNTNSSFTSVSAHPNGSLFVLSAKDGSVTYHDAISASLVLEVNDLVGKLSVNSIQVHPDGNLLGIGCSDGSVKLWNIS
SNEIMTSLEDNVNGAIDLISFSENGYILSVGSTVSKVVKIYDLRKAKCIKTLFGEGDEFSLSSIEFDLSGNVFAAGSTTG
QIKLYETKKWNHLSTFSYHTAAVKSLKFGNFSKELVSGSLDRNLIISSQ                               
>Bnat_82535                                                                     
MYVRLENTLNNRHQKHESFANGEIKNVLQTLTEIGKNLERIPGSESEANREKMTKLERIFGEICDKEKIIRARSKALQET
RMWMRSEDYNNENVEWEKKINELHEEAKAKHADELNGHSEENIKKFKREIWEVNHQGEPMPGDDDEDLVAVDMKRNFKCP
ITKDTLENPVKNQTCGHIYSREAIMTLLKGKQKYKCPCAGCSQYVTVAGLVRDKKIEKELRAFIEEEARKKANRSADMDF
TQTG*                                                                           
>Ehux_125335                                                                    
MFCAISNTTPEVPVVSSKSGHLFEKSLIEKALESSGGRCPVTGELLAASDLLPLKVGASVKPRPAAATSIPGMLSLFQNE
WDALMLELYSTKQAPHPPPHTHAHTSPRL                                                   
>Gthe_159783                                                                    
MAGLVCAMSGACAMTPMVSKKTGHVFEKSTILKFLLETQSCPITGQAMSAEDLIQVKANSSVKPKPPSSTSLPSMIEMMQ
NEWDSQAVETHLLRKELDKVRAELSHTLYQHDAACRVIAKVLKERDEALKERDEAIAALKAGRVAVPAAAESMEVDSGPT
ISEAIKERMTEKSAELSKGRKKRAISPNLASEDTLKGFKEKLNKAVHKGSAPSCIDVHLENNTIVTGGMDSKVIVSDSAT
GKVVATMSGHTKPVRRVLFHQASDMVFSSSEVVKVWKTAQHLTDGKELCTFNNHKGEINGISLHATGDYLVSASADKSWA
FYDLTTAACCQVVPDKDAAGGYSAAQLHPDGLILGTGTIDSMVKVWDIKTISNVVSFKATSGGAVGSISFSENGYYMATT
GADGLKVWDLRKLAKQAMFEGNWKDARFDYSGTYLVGAGSSVKVWLAKSWNDVVELNGHGNDVVGAAFGKDASFIASCSS
DKTVRMWA*                                                                       
>Ngru_XP_002676649                                                              
MSSSQHQGGAFRLVQLEIKPLQKAHNENTTTMLENIELLTTLAKDIEGSSLPDDPEYERNKIQVEQIDSIVRDYLDLLRM
TKGHTATLQQILESPGIDLRTVSQFYDNNIKTNTEKEYDDQSIKKVEEYQNFKLSIMQVHDPTAELDWNQEGDDDDDIQL



SQVTIKTTCPWTGSNLQEPIQSKKCKHVYEKTVAFQKLRTGGGFFECPIIGCRESRITEADLVESPSLTFKIRKEIKRQE
EEKRKKTESAAVDLSDDDE                                                             
>Ngru_XP_002675720                                                              
MYCNTPLHPVISKKTGHLFEKSLILKYIEEHGKCPITGQDLTPNDLIDVIYKKGTESSVKPSQAIASIPSMLQTFQNEWD
SVMLETFTLRQQLDKSRKELSHSLYQHDAACRVIARLMKDNDDTKSILRKNQNNMEDETSNTLSETVSERLTNTAEILSS
NRKQRTISPSLKSPEEMSNSNTRLLNSEYRLHQGKGIQSIDVLNSLILTGGRDGSISVFDKQYNTCIGELNSNSGPVNCA
IFHNTPEFAFSSHNRDVKIWSLKDSTCLHTMEKLHLERVTGLALHQSGHYFLTSSLDQTWSFCEIETGTSLLKSSNDESG
YTCIQFHPDGLLFGTGLQNNAVKIWDVKSQQVAATLQGHSGEVTSLSFSENGYYLASSSKDKTVRIWDLRKVVPLHTLQF
NSPVSNASFDYSGIYLGATCTDGTVGVYQAKVWTELINTTVPNTCSPSSIRFGPNATEKLVSDETEDPSSYKQDLLELDS
RFYINSFRLRAAGELAKFAAKFGLSETWSDSTQLDELLCSIGTFRQDSTIILTQENSDEVEEYVEFPNLIELGEAYQSVA
EYTFTFIHPLLIAELSAHFEHQNSIPIELLEKVFENEYEEYVRPKKLRKPNSNEESIDGIREWLSHNDEYVFFTNILLYY
NTPERVFSLLEKPKIGKEKVKNILQPLLMKFEDIADEYWILIMEFIEDPFSLTRFGMAHSKFYNILCKNRKEWYAEFKRN
IGLFSYLS                                                                        
>Ngru_XP_002671850                                                              
MPKRKAAAPSSTQTLEPSSNKKKKSEEKVELLNKILNALEENNALQKALLRHLGGKVPALPSSSTANSNSTNRTAAVNSV
CESSESSDEDEIVSDDVAISSKRSTIKTTCPWTGSNLQEPVQSKKCKHVYEKAVAFAKLRTGGGYFECPIIGCKECRITI
VDLVESPSLALQIRKEIKRKEEEKRKKAESSEDC                                              
>Tvag_XP_001584323                                                              
MRASAFDNFYKDQLNECLQSTGSVWEEAVKYKSPEAAQKMAKLFEDIIDLQQDFDCYMAARGGYTEGDDYDNILQQAKQF
KDQNSYSYQRSKQQLIEQQKEKIRACDDDIVIEESASTVGLLCPITNKIPTNPVVSRKCHHVYEKTAIIAYIQSRSMGRN
MSAPCPFAGCNRQLSIDDLVEDPEVNRRCDEARDQAHKDDEYEAIK                                  
>Tcru_XP_806008                                                                 
MFCCISNRVPHEPVVSRLSGCLYERSLIEQYIAEHGRCPVTGEALQKDDLIAVRPTVLKSVAGGVGGALSPSSETVPGIL
AKLHSQWDAIMLEQFSLRQQLAQTQQELAQALHQYESACRVIATFIKDRDAAGTQAGEQAAGEKAQSLRDNNNNKSGGSG
GGLSVPEAVLRDLDEYDKLQRVKRKTRVAPPSLASEQNVRDFVEEASIDVAKSVWAAAFFTDNAVFVGLDDATVAHYEVK
NGRVCATGLGHERAVRHIILHNTGSALRVVSASDDATLRIWSCEAEALLCQGVVRQHDGGIVGLGGVVAGHLLLSASAAR
IGLADIDHMESIASITAAAEELSAFTCLGVHPYGSLAALGVDGGGICIWNTRQMCVDTIVPFNVENNVCSVAFSADCFTL
ATGLVGGKTLLWDLRKMSGPIHTVSSPSVTSARVSPVACSEVPVVAFDSSGKYLAVAGKEVCLFDWGKSTLQSLATLSSH
LQPVTGVCWGVDARSLVSCSVDKTVKLYGTA                                                 
                                                                                
                                                                                
*******zf-RING_2***********                                                     
>Hsap_ENSP00000170447                                                           
MSTKQITCRYFMHGVCREGSQCLFSHDLANSKPSTICKYYQKGYCAYGTRCRYDHTRPSAAAGGAVGTMAHSVPSPAFHS
PHPPSEVTASIVKTNSHEPGKREKRTLVLRDRNLSGMAERKTQPSMVSNPGSCSDPQPSPEMKPHSYLDAIRSGLDDVEA
SSSYSNEQQLCPYAAAGECRFGDACVYLHGEVCEICRLQVLHPFDPEQRKAHEKICMLTFEHEMEKAFAFQASQDKVCSI
CMEVILEKASASERRFGILSNCNHTYCLSCIRQWRCAKQFENPIIKSCPECRVISEFVIPSVYWVEDQNKKNELIEAFKQ
GMGKKACKYFEQGKGTCPFGSKCLYRHAYPDGRLAEPEKPRKQLSSQGTVRFFNSVRLWDFIENRESRHVPNNEDVDMTE
LGDLFMHLSGVESSEP                                                                
>Hsap_ENSP00000222033                                                           
MPLCRPEHLMPRASRVPVAASLPLSHAVIPTQLPSRPGHRPPGRPRRCPKASCLPPPVGPSSTQTAKRVTMGWPRPGRAL
VAVKALLVLSLLQVPAQAVVRAVLEDNSSSVDFADLPALFGVPLAPEGIRGYLMEVKPANACHPIEAPRLGNRSLGAIVL
IRRYDCTFDLKVLNAQRAGFEAAIVHNVHSDDLVSMTHVYEDLRGQIAIPSVFVSEAASQDLRVILGCNKSAHALLLPDD
PPCHDLGCHPVLTVSWVLGCTLALVVSAFFVLNHLWLWAQACCSHRRPVKTSTCQKAQVRTFTWHNDLCAICLDEYEEGD
QLKILPCSHTYHCKCIDPWFSQAPRRSCPVCKQSVAATEDSFDSTTYSFRDEDPSLPGHRPPIWAIQVQLRSRRLELLGR
ASPHCHCSTTSLEAEYTTVSSAPPEAPGQ                                                   
>Hsap_ENSP00000227451                                                           
MLLASAVVVWEWLNEHGRWRPYSPAVSHHIEAVVRAGPRAGGSVVLGQVDSRLAPYIIDLQSMNQFRQDTGTLRPVRRNY
YDPSSAPGKGVVWEWENDNGSWTPYDMEVGITIQHAYEKQHPWIDLTSIGFSYVIDFNTMGQINRQTQRQRRVRRRLDLI
YPMVTGTLPKAQSWPVSPGPATSPPMSPCSCPQCVLVMSVKAAVVNGSTGPLQLPVTRKNMPPPGVVKLPPLPGSGAKPL
DSTGTIRGPLKTAPSQVIRRQASSMPTGTTMGSPASPPGPNSKTGRVALATLNRTNLQRLAIAQSRVLIASGVPTVPVKN
LNGSSPVNPALAGITGILMSAAGLPVCLTRPPKLVLHPPPVSKSEIKSIPGVSNTSRKTTKKQAKKGKTPEEVLKKYLQK
VRHPPDEDCTICMERLTAPSGYKGPQPTVKPDLVGKLSRCGHVYHIYCLVAMYNNGNKDGSLQCPTCKTIYGVKTGTQPP
GKMEYHLIPHSLPGHPDCKTIRIIYSIPPGIQGPEHPNPGKSFSARGFPRHCYLPDSEKGRKVLKLLLVAWDRRLIFAIG
TSSTTGESDTVIWNEVHHKTEFGSNLTGHGYPDANYLDNVLAELAAQGISEDSTAQEKD                     
>Hsap_ENSP00000237455                                                           
MWLKLFFLLLYFLVLFVLARFFEAIVWYETGIFATQLVDPVALSFKKLKTILECRGLGYSGLPEKKDVRELVEKSGDLME
GELYSALKEEEASESVSSTNFSGEMHFYELVEDTKDGIWLVQVIANDRSPLVGKIHWEKMVKKVSRFGIRTGTFNCSSDP
RYCRRRGWVRSTLIMSVPQTSTSKGKVMLKEYSGRKIEVEHIFKWITAHAASRIKTIYNAEHLKEEWNKSDQYWLKIYLF
ANLDQPPAFFSALSIKFTGRVEFIFVNVENWDNKSYMTDIGIYNMPSYILRTPEGIYRYGNHTGEFISLQAMDSFLRSLQ
PEVNDLFVLSLVLVNLMAWMDLFITQGATIKRFVVLISTLGTYNSLLIISWLPVLGFLQLPYLDSFYEYSLKLLRYSNTT
TLASWVRADWMFYSSHPALFLSTYLGHGLLIDYFEKKRRRNNNNDEVNANNLEWLSSLWDWYTSYLFHPIASFQNFPVES



DWDEDPDLFLERLAFPDLWLHPLIPTDYIKNLPMWRFKCLGVQSEEEMSEGSQDTENDSESENTDTLSSEKEVFEDKQSV
LHNSPGTASHCDAEACSCANKYCQTSPCERKGRSYGSYNTNEDMEPDWLTWPADMLHCTECVVCLENFENGCLLMGLPCG
HVFHQNCIVMWLAGGRHCCPVCRWPSYKKKQPYAQHQPLSNDVPS                                   
>Hsap_ENSP00000242719                                                           
MGNCLKSPTSDDISLLHESQSDRASFGEGTEPDQEPPPPYQEQVPVPVYHPTPSQTRLATQLTEEEQIRIAQRIGLIQHL
PKGVYDPGRDGSEKKIRECVICMMDFVYGDPIRFLPCMHIYHLDCIDDWLMRSFTCPSCMEPVDAALLSSYETN      
>Hsap_ENSP00000253571                                                           
MENSDSNDKGSGDQSAAQRRSQMDRLDREEAFYQFVNNLSEEDYRLMRDNNLLGTPGESTEEELLRRLQQIKEGPPPQNS
DENRGGDSSDDVSNGDSIIDWLNSVRQTGNTTRSGQRGNQSWRAVSRTNPNSGDFRFSLEINVNRNNGSQNSENENEPSA
RRSSGENVENNSQRQVENPRSESTSARPSRSERNSTEALTEVPPTRGQRRARSRSPDHRRTRARAERSRSPLHPMSEIPR
RSHHSISSQTFEHPLVNETEGSSRTRHHVTLRQQISGPELLSRGLFAASGTRNASQGAGSSDTAASGESTGSGQRPPTIV
LDLQVRRVRPGEYRQRDSIASRTRSRSQTPNNTVTYESERGGFRRTFSRSERAGVRTYVSTIRIPIRRILNTGLSETTSV
AIQTMLRQIMTGFGELSYFMYSDSDSEPTGSVSNRNMERAESRSGRGGSGGGSSSGSSSSSSSSSSSSSSSSSSSSPSSS
SGGESSETSSDLFEGSNEGSSSSGSSGARREGRHRAPVTFDESGSLPFLSLAQFFLLNEDDDDQPRGLTKEQIDNLAMRS
FGENDALKTCSVCITEYTEGNKLRKLPCSHEYHVHCIDRWLSENSTCPICRRAVLASGNRESVV                
>Hsap_ENSP00000255499                                                           
MGPPPGAGVSCRGGCGFSRLLAWCFLLALSPQAPGSRGAEAVWTAYLNVSWRVPHTGVNRTVWELSEEGVYGQDSPLEPV
AGVLVPPDGPGALNACNPHTNFTVPTVWGSTVQVSWLALIQRGGGCTFADKIHLAYERGASGAVIFNFPGTRNEVIPMSH
PGAVDIVAIMIGNLKGTKILQSIQRGIQVTMVIEVGKKHGPWVNHYSIFFVSVSFFIITAATVGYFIFYSARRLRNARAQ
SRKQRQLKADAKKAIGRLQLRTLKQGDKEIGPDGDSCAVCIELYKPNDLVRILTCNHIFHKTCVDPWLLEHRTCPMCKCD
ILKALGIEVDVEDGSVSLQVPVSNEISNSASSHEEDNRSETASSGYASVQGTDEPPLEEHVQSTNESLQLVNHEANSVAV
DVIPHVDNPTFEEDETPNQETAVREIKS                                                    
>Hsap_ENSP00000255977                                                           
MAEAATPGTTATTSGAGAAAATAAAASPTPIPTVTAPSLGAGGGGGGSDGSGGGWTKQVTCRYFMHGVCKEGDNCRYSHD
LSDSPYSVVCKYFQRGYCIYGDRCRYEHSKPLKQEEATATELTTKSSLAASSSLSSIVGPLVEMNTGEAESRNSNFATVG
AGSEDWVNAIEFVPGQPYCGRTAPSCTEAPLQGSVTKEESEKEQTAVETKKQLCPYAAVGECRYGENCVYLHGDSCDMCG
LQVLHPMDAAQRSQHIKSCIEAHEKDMELSFAVQRSKDMVCGICMEVVYEKANPSERRFGILSNCNHTYCLKCIRKWRSA
KQFESKIIKSCPECRITSNFVIPSEYWVEEKEEKQKLILKYKEAMSNKACRYFDEGRGSCPFGGNCFYKHAYPDGRREEP
QRQKVGTSSRYRAQRRNHFWELIEERENSNPFDNDEEEVVTFELGEMLLMLLAAGGDDELTDSEDEWDLFHDELEDFYDL
DL                                                                              
>Hsap_ENSP00000256257                                                           
MHPFQWCNGCFCGLGLVSTNKSCSMPPISFQDLPLNIYMVIFGTGIFVFMLSLIFCCYFISKLRNQAQSERYGYKEVVLK
GDAKKLQLYGQTCAVCLEDFKGKDELGVLPCQHAFHRKCLVKWLEVRCVCPMCNKPIASPSEATQNIGILLDELV     
>Hsap_ENSP00000257575                                                           
MWLFTVNQVLRKMQRRHSSNTDNIPPERNRSQALSSEASVDEGGVFESLKAEAASPPALFSGLSGSLPTSSFPSSLVLGS
SAGGGDVFIQMPASREEGGGRGEGGAYHHRQPHHHFHHGGHRGGSLLQHVGGDHRGHSEEGGDEQPGTPAPALSELKAVI
CWLQKGLPFILILLAKLCFQHKLGIAVCIGMASTFAYANSTLREQVSLKEKRSVLVILWILAFLAGNTLYVLYTFSSQQL
YNSLIFLKPNLEMLDFFDLLWIVGIADFVLKYITIALKCLIVALPKIILAVKSKGKFYLVIEELSQLFRSLVPIQLWYKY
IMGDDSSNSYFLGGVLIVLYSLCKSFDICGRVGGVRKALKLLCTSQNYGVRATGQQCTEAGDICAICQAEFREPLILLCQ
HVFCEECLCLWLDRERTCPLCRSVAVDTLRCWKDGATSAHFQVY                                    
>Hsap_ENSP00000257600                                                           
MSRPGHGGLMPVNGLGFPPQNVARVVVWEWLNEHSRWRPYTATVCHHIENVLKEDARGSVVLGQVDAQLVPYIIDLQSMH
QFRQDTGTMRPVRRNFYDPSSAPGKGIVWEWENDGGAWTAYDMDICITIQNAYEKQHPWLDLSSLGFCYLIYFNSMSQMN
RQTRRRRRLRRRLDLAYPLTVGSIPKSQSWPVGASSGQPCSCQQCLLVNSTRAASNAILASQRRKAPPAPPLPPPPPPGG
PPGALAVRPSATFTGAALWAAPAAGPAEPAPPPGAPPRSPGAPGGARTPGQNNLNRPGPQRTTSVSARASIPPGVPALPV
KNLNGTGPVHPALAGMTGILLCAAGLPVCLTRAPKPILHPPPVSKSDVKPVPGVPGVCRKTKKKHLKKSKNPEDVVRRYM
QKVKNPPDEDCTICMERLVTASGYEGVLRHKGVRPELVGRLGRCGHMYHLLCLVAMYSNGNKDGSLQCPTCKAIYGEKTG
TQPPGKMEFHLIPHSLPGFPDTQTIRIVYDIPTGIQGPEHPNPGKKFTARGFPRHCYLPNNEKGRKVLRLLITAWERRLI
FTIGTSNTTGESDTVVWNEIHHKTEFGSNLTGHGYPDASYLDNVLAELTAQGVSEAAAKA                    
>Hsap_ENSP00000259605                                                           
MACKISPGANSASLPGHPNKVICERVRLQSLFPLLPSDQNTTVQEDAHFKAFFQSEDSPSPKRQRLSHSVFDYTSASPAP
SPPMRPWEMTSNRQPPSVRPSQHHFSGERCNTPARNRRSPPVRRQRGRRDRLSRHNSISQDENYHHLPYAQQQAIEEPRA
FHPPNVSPRLLHPAAHPPQQNAVMVDIHDQLHQGTVPVSYTVTTVAPHGIPLCTGQHIPACSTQQVPGCSVVFSGQHLPV
CSVPPPMLQACSVQHLPVPYAAFPPLISSDPFLIHPPHLSPHHPPHLPPPGQFVPFQTQQSRSPLQRIENEVELLGEHLP
VGGFTYPPSAHPPTLPPSAPLQFLTHDPLHQEVSFGVPYPPFMPRRLTGRSRYRSQQPIPPPPYHPSLLPYVLSMLPVPP
AVGPTFSFELDVEDGEVENYEALLNLAERLGEAKPRGLTKADIEQLPSYRFNPNNHQSEQTLCVVCMCDFESRQLLRVLP
CNHEFHAKCVDKWLKANRTCPICRADASEVHRDSE                                             
>Hsap_ENSP00000259930                                                           
MPATPSLKVVHELPACTLCAGPLEDAVTIPCGHTFCRLCLPALSQMGAQSSGKILLCPLCQEEEQAETPMAPVPLGPLGE
TYCEEHGEKIYFFCENDAEFLCVFCREGPTHQAHTVGFLDEAIQPYRDRLRSRLEALSTERDEIEDVKCQEDQKLQVLLT
QIESKKHQVETAFERLQQELEQQRCLLLARLRELEQQIWKERDEYITKVSEEVTRLGAQVKELEEKCQQPASELLQDVRV
NQSRCEMKTFVSPEAISPDLVKKIRDFHRKILTLPEMMRMFSENLAHHLEIDSGVITLDPQTASRSLVLSEDRKSVRYTR



QKKSLPDSPLRFDGLPAVLGFPGFSSGRHRWQVDLQLGDGGGCTVGVAGEGVRRKGEMGLSAEDGVWAVIISHQQCWAST
SPGTDLPLSEIPRGVRVALDYEAGQVTLHNAQTQEPIFTFTASFSGKVFPFFAVWKKGSCLTLKG               
>Hsap_ENSP00000262482                                                           
MHPAAFPLPVVVAAVLWGAAPTRGLIRATSDHNASMDFADLPALFGATLSQEGLQGFLVEAHPDNACSPIAPPPPAPVNG
SVFIALLRRFDCNFDLKVLNAQKAGYGAAVVHNVNSNELLNMVWNSEEIQQQIWIPSVFIGERSSEYLRALFVYEKGARV
LLVPDNTFPLGYYLIPFTGIVGLLVLAMGAVMIARCIQHRKRLQRNRLTKEQLKQIPTHDYQKGDQYDVCAICLDEYEDG
DKLRVLPCAHAYHSRCVDPWLTQTRKTCPICKQPVHRGPGDEDQEEETQGQEEGDEGEPRDHPASERTPLLGSSPTLPTS
FGSLAPAPLVFPGPSTDPPLSPPSSPVILV                                                  
>Hsap_ENSP00000264555                                                           
MDDDSLDELVARSPGPDGHPQVGPADPAGDFEESSVGSSGDSGDDSDSEHGDGTDGEDEGASEEEDLEDRSGSEDSEDDG
ETLLEVAGTQGKLEAAGSFNSDDDAESCPICLNAFRDQAVGTPENCAHYFCLDCIVEWSKNANSCPVDRTLFKCICIRAQ
FGGKILRKIPVENTKASEEEEDPTFCEVCGRSDREDRLLLCDGCDAGYHMECLDPPLQEVPVDEWFCPECAAPGVVLAAD
AGPVSEEEVSLLLADVVPTTSRLRPRAGRTRAIARTRQSERVRATVNRNRISTARRVQHTPGRLGSSLLDEAIEAVATGL
STAVYQRPLTPRTPARRKRKTRRRKKVPGRKKTPSGPSAKSKSSATRSKKRQHRVKKRRGKKVKSEATTRSRIARTLGLR
RPVHSSCIPSVLKPVEPSLGLLRADIGAASLSLFGDPYELDPFDSSEELSANPLSPLSAKRRALSRSALQSHQPVARPVS
VGLSRRRLPAAVPEPDLEEEPVPDLLGSILSGQSLLMLGSSDVIIHRDGSLSAKRAAPVSFQRNSGSLSRGEEGFKGCLQ
PRALPSGSPAQGPSGNRPQSTGLSCQGRSRTPARTAGAPVRLDLPAAPGAVQARNLSNGSVPGFRQSHSPWFNGTNKHTL
PLASAASKISSRDSKPPCRSVVPGPPLKPAPRRTDISELPRIPKIRRDDGGGRRDAAPAHGQSIEIPSACISRLTGREGT
GQPGRGTRAESEASSRVPREPGVHTGSSRPPAPSSHGSLAPLGPSRGKGVGSTFESFRINIPGNMAHSSQLSSPGFCNTF
RPVDDKEQRKENPSPLFSIKKTKQLRSEVYDPSDPTGSDSSAPGSSPERSGPGLLPSEITRTISINSPKAQTVQAVRCVT
SYTVESIFGTEPEPPLGPSSAMSKLRGAVAAEGASDTEREEPTESQGLAARLRRPSPPEPWDEEDGASCSTFFGSEERTV
TCVTVVEPEAPPSPDVLQAATHRVVELRPPSRSRSTSSSRSRKKAKRKRVSREHGRTRSGTRSESRDRSSRSASPSVGEE
RPRRQRSKAKSRRSSSDRSSSRERAKRKKAKDKSREHRRGPWGHSRRTSRSRSGSPGSSSYEHYESRKKKKRRSASRPRG
RECSPTSSLERLCRHKHQRERSHERPDRKESVAWPRDRRKRRSRSPSSEHRAREHRRPRSREKWPQTRSHSPERKGAVRE
ASPAPLAQGEPGREDLPTRLPALGEAHVSPEVATADKAPLQAPPVLEVAAECEPDDLDLDYGDSVEAGHVFDDFSSDAVF
IQLDDMSSPPSPESTDSSPERDFPLKPALPPASLAVAAIQREVSLMHDEDPSQPPPLPEGTQEPHLLRPDAAEKAEAPSS
PDVAPAGKEDSPSASGRVQEAARPEEVVSQTPLLRSRALVKRVTWNLQESESSAPAEDRAPRAPLHRPQKPREGAWDMED
VAPTGVRQVFSELPFPSHVLPEPGFPDTDPSQVYSPGLPPAPAQPSSIPPCALVSQPTVQFILQGSLPLVGCGAAQTLAP
VPAALTPASEPASQATAASNSEEKTPAPRLAAEKTKKEEYMKKLHMQERAVEEVKLAIKPFYQKREVTKEEYKDILRKAV
QKICHSKSGEINPVKVANLVKAYVDKYRHMRRHKKPEAGEEPPTQGAEG                               
>Hsap_ENSP00000265981                                                           
MGQQISDQTQLVINKLPEKVAKHVTLVRESGSLTYEEFLGRVAELNDVTAKVASGQEKHLLFEVQPGSDSSAFWKVVVRV
VCTKINKSSGIVEASRIMNLYQFIQLYKDITSQAAGVLAQSSTSEEPDENSSSVTSCQASLWMGRVKQLTDEEECCICMD
GRADLILPCAHSFCQKCIDKWSDRHRNCPICRLQMTGANESWVVSDAPTEDDMANYILNMADEAGQPHRP          
>Hsap_ENSP00000269439                                                           
MVLVHVGYLVLPVFGSVRNRGAPFQRSQHPHATSCRHFHLGPPQPQQLAPDFPLAHPVQSQPGLSAHMAPAHQHSGALHQ
SLTPLPTLQFQDVTGPSFLPQALHQQYLLQQQLLEAQHRRLVSHPRRSQERVSVHPHRLHPSFDFGQLQTPQPRYLAEGT
DWDLSVDAGLSPAQFQVRPIPQHYQHYLATPRMHHFPRNSSSTQMVVHEIRNYPYPQLHFLALQGLNPSRHTSAVRESYE
ELLQLEDRLGNVTRGAVQNTIERFTFPHKYKKRRPQDGKGKKDEGEESDTDEKCTICLSMLEDGEDVRRLPCMHLFHQLC
VDQWLAMSKKCPICRVDIETQLGADS                                                      
>Hsap_ENSP00000274811                                                           
MRPWALAVTRWPPSAPVGQRRFSAGPGSTPGQLWGSPGLEGPLASPPARDERLPSQQPPSRPPHLPVEERRASAPAGGSP
RMLHPATQQSPFMVDLHEQVHQGPVPLSYTVTTVTTQGFPLPTGQHIPGCSAQQLPACSVMFSGQHYPLCCLPPPLIQAC
TMQQLPVPYQAYPHLISSDHYILHPPPPAPPPQPTHMAPLGQFVSLQTQHPRMPLQRLDNDVDLRGDQPSLGSFTYSTSA
PGPALSPSVPLHYLPHDPLHQELSFGVPYSHMMPRRLSTQRYRLQQPLPPPPPPPPPPPYYPSFLPYFLSMLPMSPTAMG
PTISLDLDVDDVEMENYEALLNLAERLGDAKPRGLTKADIEQLPSYRFNPDSHQSEQTLCVVCFSDFEARQLLRVLPCNH
EFHTKCVDKWLKANRTCPICRADASEVPREAE                                                
>Hsap_ENSP00000290649                                                           
MPLLFLERFPWPSLRTYTGLSGLALLGTIISAYRALSQPEAGPGEPDQLTASLQPEPPAPARPSAGGPRARDVAQYLLSD
SLFVWVLVNTACCVLMLVAKLIQCIVFGPLRVSERQHLKDKFWNFIFYKFIFIFGVLNVQTVEEVVMWCLWFAGLVFLHL
MVQLCKDRFEYLSFSPTTPMSSHGRVLSLLVAMLLSCCGLAAVCSITGYTHGMHTLAFMAAESLLVTVRTAHVILRYVIH
LWDLNHEGTWEGKGTYVYYTDFVMELTLLSLDLMHHIHMLLFGNIWLSMASLVIFMQLRYLFHEVQRRIRRHKNYLRVVG
NMEARFAVATPEELAVNNDDCAICWDSMQAARKLPCGHLFHNSCLRSWLEQDTSCPTCRMSLNIADNNRVREEHQGENLD
ENLVPVAAAEGRPRLNQHNHFFHFDGSRIASWLPSFSVEVMHTTNILGITQASNSQLNAMAHQIQEMFPQVPYHLVLQDL
QLTRSVEITTDNILEGRIQVPFPTQRSDSIRPALNSPVERPSSDQEEGETSAQTERVPLDLSPRLEETLDFGEVEVEPSE
VEDFEARGSRFSKSADERQRMLVQRKDELLQQARKRFLNKSSEDDAASESFLPSEGASSDPVTLRRRMLAAAAERRLQKQ
QTS                                                                             
>Hsap_ENSP00000295131                                                           
MLRRGYKASERRRHLSERLSWHQDQALSSSIYLLREMGPTGFLLREEEPEYMDFRVFLGNPHVCNCSTFPKGGELCKHIC
WVLLKKFKLPRNHESALQLGLGEREISDLLRGIHRVQTPQPGTNDENEHVEEDGYIKQKEIDSEDICSICQELLLEKKLP
VTFCRFGCGNSIHIKCMKILANYQSTSNTSMLKCPLCRKEFAPLKLILEEFKNSSKLVAAAEKERLDKHLGIPCNNCKQF
PIEGKCYKCTECIEYHLCQECFDSCCHLSHTFTFREKRNQKWRSLEKRADEVVKYIDTKNEIEEKMSHFQEKQGQVYTPK



HIVRSLPLQLITKNSKLLAPGYQCLLCLKAFHLGQHTRLLPCTHKFHRKCIDNWLFHKCNSCPIDGQVIYNPLTWKNSAV
NGQAHQSVSNRDIIHLSKQKEPDLFIPGTGLVLKQNRLGILPSIPQCNFDELNTPQSPKDAYENTTIDNLCSIKLDNSNS
KKLTYDYKISQHFPRYLQDLPTVSFGKIPSQTLLPPIVHKNIVCPTAMESPCISGKFHTSLSRMTKGCKCNNHNLKKTPA
TKIREDNKRSTLLPEDFNLIVNWSTAKLSLSKRYSNCMGEITRKCSHLSRQPVSHSVNTKSTELSLIIEGVQL       
>Hsap_ENSP00000295317                                                           
MAWRRREASVGARGVLALALLALALCVPGARGRALEWFSAVVNIEYVDPQTNLTVWSVSESGRFGDSSPKEGAHGLVGVP
WAPGGDLEGCAPDTRFFVPEPGGRGAAPWVALVARGGCTFKDKVLVAARRNASAVVLYNEERYGNITLPMSHAGTGNIVV
IMISYPKGREILELVQKGIPVTMTIGVGTRHVQEFISGQSVVFVAIAFITMMIISLAWLIFYYIQRFLYTGSQIGSQSHR
KETKKVIGQLLLHTVKHGEKGIDVDAENCAVCIENFKVKDIIRILPCKHIFHRICIDPWLLDHRTCPMCKLDVIKALGYW
GEPGDVQEMPAPESPPGRDPAANLSLALPDDDGSDDSSPPSASPAESEPQCDPSFKGDAGENTALLEAGRSDSRHGGPIS
>Hsap_ENSP00000295704                                                           
MAASASAAAGEEDWVLPSEVEVLESIYLDELQVIKGNGRTSPWEIYITLHPATAEDQDSQYVCFTLVLQVPAEYPHEVPQ
ISIRNPRGLSDEQIHTILQVLGHVAKAGLGTAMLYELIEKGKEILTDNNIPHGQCVICLYGFQEKEAFTKTPCYHYFHCH
CLARYIQHMEQELKAQGQEQEQERQHATTKQKAVGVQCPVCREPLVYDLASLKAAPEPQQPMELYQPSAESLRQQEERKR
LYQRQQERGGIIDLEAERNRYFISLQQPPAPAEPESAVDVSKGSQPPSTLAAELSTSPAVQSTLPPPLPVATQHICEKIP
GTRSNQQRLGETQKAMLDPPKPSRGPWRQPERRHPKGGECHAPKGTRDTQELPPPEGPLKEPMDLKPEPHSQGVEGPPQE
KGPGSWQGPPPRRTRDCVRWERSKGRTPGSSYPRLPRGQGAYRPGTRRESLGLESKDGS                     
>Hsap_ENSP00000304051                                                           
MAAVGPPQQQVRMAHQQVWAALEVALRVPCLYIIDAIFNSYPDSSQSRFCIVLQIFLRLFGVFASSIVLILSQRSLFKFY
TYSSAFLLAATSVLVNYYASLHIDFYGAYNTSAFGIELLPRKGPSLWMALIVLQLTFGIGYVTLLQIHSIYSQLIILDLL
VPVIGLITELPLHIRETLLFTSSLILTLNTVFVLAVKLKWFYYSTRYVYLLVRHMYRIYGLQLLMEDTWKRIRFPDILRV
FWLTRVTAQATVLMYILRMANETDSFFISWDDFWDLICNLIISGCDSTLTVLGMSAVISSVAHYLGLGILAFIGSTEEDD
RRLGFVAPVLFFILALQTGLSGLRPEERLIRLSRNMCLLLTAVLHFIHGMTDPVLMSLSASHVSSFRRHFPVLFVSACLF
ILPVLLSYVLWHHYALNTWLFAVTAFCVELCLKVIVSLTVYTLFMIDGYYNVLWEKLDDYVYYVRSTGSIIEFIFGVVMF
GNGAYTMMFESGSKIRAFMMCLHAYFNIYLQAKNGWKTFMNRRTAVKKINSLPEIKGSRLQEINDVCAICYHEFTTSARI
TPCNHYFHALCLRKWLYIQDTCPMCHQKVYIEDDIKDNSNVSNNNGFIPPNETPEEAVREAAAESDRELNEDDSTDCDDD
VQRERNGVIQHTGAAAEEFNDDTD                                                        
>Hsap_ENSP00000304670                                                           
MPLFLLSLPTPPSASGHERRQRPEAKTSGSEKKYLRAMQANRSQLHSPPGTGSSEDASTPQCVHTRLTGEGSCPHSGDVH
IQINSIPKECAENASSRNIRSGVHSCAHGCVHSRLRGHSHSEARLTDDTAAESGDHGSSSFSEFRYLFKWLQKSLPYILI
LSVKLVMQHITGISLGIGLLTTFMYANKSIVNQVFLRERSSKIQCAWLLVFLAGSSVLLYYTFHSQSLYYSLIFLNPTLD
HLSFWEVFWIVGITDFILKFFFMGLKCLILLVPSFIMPFKSKGYWYMLLEELCQYYRTFVPIPVWFRYLISYGEFGNVTR
WSLGILLALLYLILKLLEFFGHLRTFRQVLRIFFTQPSYGVAASKRQCSDVDDICSICQAEFQKPILLICQHIFCEECMT
LWFNREKTCPLCRTVISDHINKWKDGATSSHLQIY                                             
>Hsap_ENSP00000313881                                                           
MEEPAAPSEAHEAAGAQAGAEAAREGVSGPDLPVCEPSGESAAPDSALPHAARGWAPFPVAPVPAHLRRGGLRPAPASGG
GAWPSPLPSRSSGIWTKQIICRYYIHGQCKEGENCRYSHDLSGRKMATEGGVSPPGASAGGGPSTAAHIEPPTQEVAEAP
PAASSLSLPVIGSAAERGFFEAERDNADRGAAGGAGVESWADAIEFVPGQPYRGRWVASAPEAPLQSSETERKQMAVGSG
LRFCYYASRGVCFRGESCMYLHGDICDMCGLQTLHPMDAAQREEHMRACIEAHEKDMELSFAVQRGMDKVCGICMEVVYE
KANPNDRRFGILSNCNHSFCIRCIRRWRSARQFENRIVKSCPQCRVTSELVIPSEFWVEEEEEKQKLIQQYKEAMSNKAC
RYFAEGRGNCPFGDTCFYKHEYPEGWGDEPPGPGGGSFSAYWHQLVEPVRMGEGNMLYKSIKKELVVLRLASLLFKRFLS
LRDELPFSEDQWDLLHYELEEYFNLIL                                                     
>Hsap_ENSP00000315212                                                           
MSTRKRRGGAINSRQAQKRTREATSTPEISLEAEPIELVETAGDEIVDLTCESLEPVVVDLTHNDSVVIVDERRRPRRNA
RRLPQDHADSCVVSSDDEELSRDRDVYVTTHTPRNARDEGATGLRPSGTVSCPICMDGYSEIVQNGRLIVSTECGHVFCS
QCLRDSLKNANTCPTCRKKINHKRYHPIYI                                                  
>Hsap_ENSP00000315950                                                           
MLKNKGHSSKKDNLAVNAVALQDHILHDLQLRNLSVADHSKTQVQKKENKSLKRDTKAIIDTGLKKTTQCPKLEDSEKEY
VLDPKPPPLTLAQKLGLIGPPPPPLSSDEWEKVKQRSLLQGDSVQPCPICKEEFELRPQVLLSCSHVFHKACLQAFEKFT
NKKTCPLCRKNQYQTRVIHDGARLFRIKCVTRIQAYWRGCVVRKWYRNLRKTVPPTDAKLRKKFFEKKFTEISHRILCSY
NTNIEELFAEIDQCLAINRSVLQQLEEKCGHEITEEEWEKIQVQALRRETHECSICLAPLSAAGGQRVGAGRRSREMALL
SCSHVFHHACLLALEEFSVGDRPPFHACPLCRSCYQKKILEC                                      
>Hsap_ENSP00000321239                                                           
MAATAREDGASGQERGQRGCEHYDRGCLLKAPCCDKLYTCRLCHDNNEDHQLDRFKVKEVQCINCEKIQHAQQTCEECST
LFGEYYCDICHLFDKDKKQYHCENCGICRIGPKEDFFHCLKCNLCLAMNLQGRHKCIENVSRQNCPICLEDIHTSRVVAH
VLPCGHLLHRTCYEEMLKEGYRCPLCMHSALDMTRYWRQLDDEVAQTPMPSEYQNMTVDILCNDCNGRSTVQFHILGMKC
KICESYNTAQAGGRRISLDQQ                                                           
>Hsap_ENSP00000323362                                                           
MGGKQSTAARSRGPFPGVSTDDSAVPPPGGAPHFGHYRTGGGAMGLRSRSVSSVAGMGMDPSTAGGVPFGLYTPASRGTG
DSERAPGGGGSASDSTYAHGNGYQETGGGHHRDGMLYLGSRASLADALPLHIAPRWFSSHSGFKCPICSKSVASDEMEMH
FIMCLSKPRLSYNGRIQRSLRGAQPEKTWLSGRTLQEQPWRTECSWAPMAQMQSYPHCPVENREDDVLTKDAGECVICLE
ELLQGDTIARLPCLCIYHKSCIDSWFEVNRSCPEHPAD                                          



>Hsap_ENSP00000323879                                                           
MGAKQSGPAAANGRTRAYSGSDLPSSSSGGANGTAGGGGGARAAAAGRFPAQVPSAHQPSASGGAAAAAAAPAAPAAPRS
RSLGGAVGSVASGARAAQSPFSIPNSSSGPYGSQDSVHSSPEDGGGGRDRPVGGSPGGPRLVIGSLPAHLSPHMFGGFKC
PVCSKFVSSDEMDLHLVMCLTKPRITYNEDVLSKDAGECAICLEELQQGDTIARLPCLCIYHKGCIDEWFEVNRSCPEHP
SD                                                                              
>Hsap_ENSP00000325794                                                           
GGGYDLNLFASPPDSNFVCSVCHGVLKRPARLPCSHIFCKKCILRWLARQKTCPCCRKEVKRKKVVHMNKLRKTIGRLEV
KCKNADAGCIVTCPLAHRKGHQDSCPFELTACPNEGCTSQVPRGTLAEHRQHCQQGSQQRCPLGCGATLDPAERARHNCY
RELHNAWSVRQERRRPLLLSLLRRVRWLDQATSVVRRELAELSNFLEEDTALLEGAPQEEAEAAPEGNVGAEVVGEPRAN
IPCK                                                                            
>Hsap_ENSP00000328203                                                           
MPIRALCTICSDFFDHSRDVAAIHCGHTFHLQCLIQWFETAPSRTCPQCRIQVGKRTIINKLFFDLAQEEENVLDAEFLK
NELDNVRAQLSQKDKEKRDSQVIIDTLRDTLEERNATVVSLQQALGKAEMLCSTLKKQMKYLEQQQDETKQAQEEARRLR
SKMKTMEQIELLLQSQRPEVEEMIRDMGVGQSAVEQLAVYCVSLKKEYENLKEARKASGEVADKLRKDLFSSRSKLQTVY
SELDQAKLELKSAQKDLQSADKEIMSLKKKLTMLQETLNLPPVASETVDRLVLESPAPVEVNLKLRRPSFRDDIDLNATF
DVDTPPARPSSSQHGYYEKLCLEKSHSPIQDVPKKICKGPRKESQLSLGGQSCAGEPDEELVGAFPIFVRNAILGQKQPK
RPRSESSCSKDVVRTGFDGLGGRTKFIQPTDTVMIRPLPVKPKTKVKQRVRVKTVPSLFQAKLDTFLWS           
>Hsap_ENSP00000328340                                                           
MAGLGLGSAVPVWLAEDDLGCIICQGLLDWPATLPCGHSFCRHCLEALWGARDARRWACPTCRQGAAQQPHLRKNTLLQD
LADKYRRAAREIQAGSDPAHCPCPGSSSLSSAAARPRRRPELQRVAVEKSITEVAQELTELVEHLVDIVRSLQNQRPLSE
SGPDNELSILGKAFSSGVDLSMASPKLVTSDTAAGKIRDILHDLEEIQEKLQESVTWKEAPEAQMQGELLEAPSSSSCPL
PDQSHPALRRASRFAQWAIHPTFNLKSLSCSLEVSKDSRTVTVSHRPQPYRWSCERFSTSQVLCSQALSSGKHYWEVDTR
NCSHWAVGVASWEMSRDQVLGRTMDSCCVEWKGTSQLSAWHMVKETVLGSDRPGVVGIWLNLEEGKLAFYSVDNQEKLLY
ECTISASSPLYPAFWLYGLHPGNYLIIKQVKV                                                
>Hsap_ENSP00000340979                                                           
MAAGTAARKAAPVLEAPPQQEQLSHTKLSAEDTWNLQQERMYKMHRGHDSMHVEMILIFLCVLVIAQIVLVQWRQRHGRS
YNLVTLLQMWVVPLYFTIKLYWWRFLSMWGMFSVITSYILFRATRKPLSGRTPRLVYKWFLLIYKLSYAFGVVGYLAIMF
TMCGFNLFFKIKARDSMDFGIVSLFYGLYYGVMGRDFAEICSDYMASTIGFYSVSRLPTRSLSDNICAVCGQKIIVELDE
EGLIENTYQLSCNHVFHEFCIRGWCIVGKKQTCPYCKEKVDLKRMISNPWERTHFLYGQILDWLRYLVAWQPVVIGIVQG
IIYSLGLE                                                                        
>Hsap_ENSP00000341361                                                           
MLLSIGMLMLSATQVYTILTVQLFAFLNLLPVEADILAYNFENASQTFDDLPARFGYRLPAEGLKGFLINSKPENACEPI
VPPPVKDNSSGTFIVLIRRLDCNFDIKVLNAQRAGYKAAIVHNVDSDDLISMGSNDIEVLKKIDIPSVFIGESSANSLKD
EFTYEKGGHLILVPEFSLPLEYYLIPFLIIVGICLILIVIFMITKFVQDRHRARRNRLRKDQLKKLPVHKFKKGDEYDVC
AICLDEYEDGDKLRILPCSHAYHCKCVDPWLTKTKKTCPVCKQKVVPSQGDSDSDTDSSQEENEVTEHTPLLRPLASVSA
QSFGALSESRSHQNMTESSDYEEDDNEDTDSSDAENEINEHDVVVQLQPNGERDYNIANTV                   
>Hsap_ENSP00000341380                                                           
MAEASPHPGRYFCHCCSVEIVPRLPDYICPRCESGFIEELPEETRSTENGSAPSTAPTDQSRPPLEHVDQHLFTLPQGYG
QFAFGIFDDSFEIPTFPPGAQADDGRDPESRRERDHPSRHRYGARQPRARLTTRRATGRHEGVPTLEGIIQQLVNGIITP
ATIPSLGPWGVLHSNPMDYAWGANGLDAIITQLLNQFENTGPPPADKEKIQALPTVPVTEEHVGSGLECPVCKDDYALGE
RVRQLPCNHLFHDGCIVPWLEQHDSCPVCRKSLTGQNTATNPPGLTGVSFSSSSSSSSSSSPSNENATTWSPLGRPQPPR
PLSNLTL                                                                         
>Hsap_ENSP00000342121                                                           
MNQSRSRSDGGSEETLPQDHNHHENERRWQQERLHREEAYYQFINELNDEDYRLMRDHNLLGTPGEITSEELQQRLDGVK
EQLASQPDLRDGTNYRDSEVPRESSHEDSLLEWLNTFRRTGNATRSGQNGNQTWRAVSRTNPNNGEFRFSLEIHVNHENR
GFEIHGEDYTDIPLSDSNRDHTANRQQRSTSPVARRTRSQTSVNFNGSSSNIPRTRLASRGQNPAEGSFSTLGRLRNGIG
GAAGIPRANASRTNFSSHTNQSGGSELRQREGQRFGAAHVWENGARSNVTVRNTNQRLEPIRLRSTSNSRSRSPIQRQSG
TVYHNSQRESRPVQQTTRRSVRRRGRTRVFLEQDRERERRGTAYTPFSNSRLVSRITVEEGEESSRSSTAVRRHPTITLD
LQVRRIRPGENRDRDSIANRTRSRVGLAENTVTIESNSGGFRRTISRLERSGIRTYVSTITVPLRRISENELVEPSSVAL
RSILRQIMTGFGELSSLMEADSESELQRNGQHLPDMHSELSNLGTDNNRSQHREGSSQDRQAQGDSTEMHGENETTQPHT
RNSDSRGGRQLRNPNNLVETGTLPILRLAHFFLLNESDDDDRIRGLTKEQIDNLSTRHYEHNSIDSELGKICSVCISDYV
TGNKLRQLPCMHEFHIHCIDRWLSENCTCPICRQPVLGSNIANNG                                   
>Hsap_ENSP00000343799                                                           
MSEGESKDSSGSECPVCYEKFRDLEGASRTLSCGHVFCHDCLVKYLLSTRVDGQVQRTLVCPICRYVTFLSKKSSRWPSM
LDKSSQTLAVPVGLPSVPPLDSLGHTNPLAASSPAWRPPPGQARPPGSPGQSAQLPLDLLPSLPRESQIFVISRHGMPLG
EQDSVLPRRSLAELSEASLAPRSARAFCCRSRALLLITLIAVVAVVAAILPWVLLVRKQA                    
>Hsap_ENSP00000344489                                                           
MHLLKVGTWRNNTASSWLMKFSVLWLVSQNCCRASVVWMAYMNISFHVGNHVLSELGETGVFGRSSTLKRVAGVIVPPEG
KIQNACNPNTIFSRSKYSETWLALIERGGCTFTQKIKVATEKGASGVIIYNVPGTGNQVFPMFHQAFEDVVVVMIGNLKG
TEIFHLIKKGVLITAVVEVGRKHIIWMNHYLVSFVIVTTATLAYFIFYHIHRLCLARIQNRRWQRLTTDLQNTFGQLQLR
VVKEGDEEINPNGDSCVICFERYKPNDIVRILTCKHFFHKNCIDPWILPHGTCPICKCDILKVLGIQVVVENGTEPLQVL
MSNELPETLSPSEEETNNEVSPAGTSDKVIHVEENPTSQNNDIQPHSVVEDVHPSP                        



>Hsap_ENSP00000345464                                                           
MAAEASESGPALHELMREAEISLLECKVCFEKFGHRQQRRPRNLSCGHVVCLACVAALAHPRTLALECPFCRRACRGCDT
SDCLPVLHLIELLGSALRQSPAAHRAAPSAPGALTCHHTFGGWGTLVNPTGLALCPKTGRVVVVHDGRRRVKIFDSGGGC
AHQFGEKGDAAQDIRYPVDVTITNDCHVVVTDAGDRSIKVFDFFGQIKLVIGGQFSLPWGVETTPQNGIVVTDAEAGSLH
LLDVDFAEGVLRRTERLQAHLCNPRGVAVSWLTGAIAVLEHPLALGTGVCSTRVKVFSSSMQLVGQVDTFGLSLYFPSKI
TASAVTFDHQGNVIVADTSGPAILCLGKPEEFPVPKPMVTHGLSHPVALTFTKENSLLVLDTASHSIKVYKVDWG     
>Hsap_ENSP00000346791                                                           
MDNFAEGDFTVADYALLEDCPHVDDCVFAAEFMSNDYVRVTQLYCDGVGVQYKDYIQSERNLEFDICSIWCSKPISVLQD
YCDAIKINIFWPLLFQHQNSSVISRLHPCVDANNSRASEINLKKLQHLELMEDIVDLAKKVANDSFLIGGLLRIGCKIEN
KILAMEEALNWIKYAGDVTILTKLGSIDNCWPMLSIFFTEYKYHITKIVMEDCNLLEELKTQSCMDCIEEGELMKMKGNE
EFSKERFDIAIIYYTRAIEYRPENYLLYGNRALCFLRTGQFRNALGDGKRATILKNTWPKGHYRYCDALSMLGEYDWALQ
ANIKAQKLCKNDPEGIKDLIQQHVKLQKQIEDLQGRTANKDPIKAFYENRAYTPRSLSAPIFTTSLNFVEKERDFRKINH
EMANGGNQNLKVADEALKVDDCDCHPEFSPPSSQPPKHKGKQKSRNNESEKFSSSSPLTLPADLKNILEKQFSKSSRAAH
QDFANIMKMLRSLIQDGYMALLEQRCRSAAQAFTELLNGLDPQKIKQLNLAMINYVLVVYGLAISLLGIGQPEELSEAEN
QFKRIIEHYPSEGLDCLAYCGIGKVYLKKNRFLEALNHFEKARTLIYRLPGVLTWPTSNVIIEESQPQKIKMLLEKFVEE
CKFPPVPDAICCYQKCHGYSKIQIYITDPDFKGFIRISCCQYCKIEFHMNCWKKLKTTTFNDKIDKDFLQGICLTPDCEG
VISKIIIFSSGGEVKCEFEHKVIKEKVPPRPILKQKCSSLEKLRLKEDKKLKRKIQKKEAKKLAQERMEEDLRESNPPKN
EEQKETVDNVQRCQFLDDRILQCIKQYADKIKSGIQNTAMLLKELLSWKVLSTEDYTTCFSSRNFLNEAVDYVIRHLIQE
NNRVKTRIFLHVLSELKEVEPKLAAWIQKLNSFGLDATGTFFSRYGASLKLLDFSIMTFLWNEKYGHKLDSIEGKQLDYF
SEPASLKEARCLIWLLEEHRDKFPALHSALDEFFDIMDSRCTVLRKQDSGEAPFSSTKVKNKSKKKKPKDSKPMLVGSGT
TSVTSNNEIITSSEDHSNRNSDSAGPFAVPDHLRQDVEEFEALYDQHSNEYVVRNKKLWDMNPKQKCSTLYDYFSQFLEE
HGPLDMSNKMFSAEYEFFPEETRQILEKAGGLKPFLLGCPRFVVIDNCIALKKVASRLKKKRKKKNIKTKVEEISKAGEY
VRVKLQLNPAAREFKPDVKSKPVSDSSSAPAFENVKPKPVSANSPKPACEDVKAKPVSDNSSRQVSEDGQPKGVSSNSPK
PGSEDANYKRVSCNSPKPVLEDVKPTYWAQSHLVTGYCTYLPFQRFDITQTPPAYINVLPGLPQYTSIYTPLASLSPEYQ
LPRSVPVVPSFVANDRADKNAAAYFEGHHLNAENVAGHQIASETQILEGSLGISVKSHCSTGDAHTVLSESNRNDEHCGN
SNNKCEVIPESTSAVTNIPHVQMVAIQVSWNIIHQEVNTEPYNPFEERQGEISRIEKEHQVLQDQLQEVYENYEQIKLKG
LEETRDLEEKLKRHLEENKISKTELDWFLQDLEREIKKWQQEKKEIQERLKSLKKKIKKVSNASEMYTQKNDGKEKEHEL
HLDQSLEISNTLTNEKMKIEEYIKKGKEDYEESHQRAVAAEVSVLENWKESEVYKLQIMESQAEAFLKKLGLISRDPAAY
PDMESDIRSWELFLSNVTKEIEKAKSQFEEQIKAIKNGSRLSELSKVQISELSFPACNTVHPELLPESSGDDGQGLVTSA
SDVTGNHAALHRDPSVFSAGDSPGEAPSALLPGPPPGQPEATQLTGPKRAGQAALSERSPVADRKQPVPPGRAARSSQSP
KKPFNSIIEHLSVVFPCYNSTELAGFIKKVRSKNKNSLSGLSIDEIVQRVTEHILDEQKKKKPNPGKDKRTYEPSSATPV
TRSSQGSPSVVVAPSPKTKGQKAEDVPVRIALGASSCEICHEVFKSKNVRVLKCGHKYHKGCFKQWLKGQSACPACQGRD
LLTEESPSGRGWPSQNQELPSCSSR                                                       
>Hsap_ENSP00000348632                                                           
MDEKTKKAEEMALSLTRAVAGGDEQVAMKCAIWLAEQRVPLSVQLKPEVSPTQDIRLWVSVEDAQMHTVTIWLTVRPDMT
VASLKDMVFLDYGFPPVLQQWVIGQRLARDQETLHSHGVRQNGDSAYLYLLSARNTSLNPQELQRERQLRMLEDLGFKDL
TLQPRGPLEPGPPKPGVPQEPGRGQPDAVPEPPPVGWQCPGCTFINKPTRPGCEMCCRARPEAYQVPASYQPDEEERARL
AGEEEALRQYQQRKQQQQEGNYLQHVQLDQRSLVLNTEPAECPVCYSVLAPGEAVVLRECLHTFCRECLQGTIRNSQEAE
VSCPFIDNTYSCSGKLLEREIKALLTPEDYQRFLDLGISIAENRSAFSYHCKTPDCKGWCFFEDDVNEFTCPVCFHVNCL
LCKAIHEQMNCKEYQEDLALRAQNDVAARQTTEMLKVMLQQGEAMRCPQCQIVVQKKDGCDWIRCTVCHTEICWVTKGPR
WGPGGPGDTSGGCRCRVNGIPCHPSCQNCH                                                  
>Hsap_ENSP00000351250                                                           
MAENKGGGEAESGGGGSGSAPVTAGAAGPAAQEAEPPLTAVLVEEEEEEGGRAGAEGGAAGPDDGGVAAASSGSAQAASS
PAASVGTGVAGGAVSTPAPAPASAPAPGPSAGPPPGPPASLLDTCAVCQQSLQSRREAEPKLLPCLHSFCLRCLPEPERQ
LSVPIPGGSNGDIQQVGVIRCPVCRQECRQIDLVDNYFVKDTSEAPSSSDEKSEQVCTSCEDNASAVGFCVECGEWLCKT
CIEAHQRVKFTKDHLIRKKEDVSESVGASGQRPVFCPVHKQEQLKLFCETCDRLTCRDCQLLEHKEHRYQFLEEAFQNQK
GAIENLLAKLLEKKNYVHFAATQVQNRIKEVNETNKRVEQEIKVAIFTLINEINKKGKSLLQQLENVTKERQMKLLQQQN
DITGLSRQVKHVMNFTNWAIASGSSTALLYSKRLITFQLRHILKARCDPVPAANGAIRFHCDPTFWAKNVVNLGNLVIES
KPAPGYTPNVVVGQVPPGTNHISKTPGQINLAQLRLQHMQQQVYAQKHQQLQQMRMQQPPAPVPTTTTTTQQHPRQAAPQ
MLQQQPPRLISVQTMQRGNMNCGAFQAHQMRLAQNAARIPGIPRHSGPQYSMMQPHLQRQHSNPGHAGPFPVVSVHNTTI
NPTSPTTATMANANRGPTSPSVTAIELIPSVTNPENLPSLPDIPPIQLEDAGSSSLDNLLSRYISGSHLPPQPTSTMNPS
PGPSALSPGSSGLSNSHTPVRPPSTSSTGSRGSCGSSGRTAEKTSLSFKSDQVKVKQEPGTEDEICSFSGGVKQEKTEDG
RRSACMLSSPESSLTPPLSTNLHLESELDALASLENHVKIEPADMNESCKQSGLSSLVNGKSPIRSLMHRSARIGGDGNN
KDDDPNEDWCAVCQNGGDLLCCEKCPKVFHLTCHVPTLLSFPSGDWICTFCRDIGKPEVEYDCDNLQHSKKGKTAQGLSP
VDQRKCERLLLYLYCHELSIEFQEPVPASIPNYYKIIKKPMDLSTVKKKLQKKHSQHYQIPDDFVADVRLIFKNCERFNE
MMKVVQVYADTQEINLKADSEVAQAGKAVALYFEDKLTEIYSDRTFAPLPEFEQEEDDGEVTEDSDEDFIQPRRKRLKSD
ERPVHIK                                                                         
>Hsap_ENSP00000354361                                                           
MAHEAMEYDVQVQLNHAEQQPAPAGMASSQGGPALLQPVPADVVSSQGVPSILQPAPAEVISSQATPPLLQPAPQLSVDL
TEVEVLGEDTVENINPRTSEQHRQGSDGNHTIPASSLHSMTNFISGLQRLHGMLEFLRPSSSNHSVGPMRTRRRVSASRR
ARAGGSQRTDSARLRAPLDAYFQVSRTQPDLPATTYDSETRNPVSEELQVSSSSDSDSDSSAEYGGVVDQAEESGAVILE
EQLAGVSAEQEVTCIDGGKTLPKQPSPQKSEPLLPSASMDEEEGDTCTICLEQWTNAGDHRLSALRCGHLFGYRCISTWL



KGQVRKCPQCNKKARHSDIVVLYARTLRALDTSEQERMKSSLLKEQMLRKQAELESAQCRLQLQVLTDKCTRLQRRVQDL
QKLTSHQSQNLQQPRGSQAWVLSCSPSSQGQHKHKYHFQKTFTVSQAGNCRIMAYCDALSCLVISQPSPQASFLPGFGVK
MLSTANMKSSQYIPMHGKQIRGLAFSSYLRGLLLSASLDNTIKLTSLETNTVVQTYNAGRPVWSCCWCLDEANYIYAGLA
NGSILVYDVRNTSSHVQELVAQKARCPLVSLSYMPRAASAAFPYGGVLAGTLEDASFWEQKMDFSHWPHVLPLEPGGCID
FQTENSSRHCLVTYRPDKNHTTIRSVLMEMSYRLDDTGNPICSCQPVHTFFGGPTCKLLTKNAIFQSPENDGNILVCTGD
EAANSALLWDAASGSLLQDLQTDQPVLDICPFEVNRNSYLATLTEKMVHIYKWE                          
>Hsap_ENSP00000354571                                                           
MAAVVEVEVGGGAAGERELDEVDMSDLSPEEQWRVEHARMHAKHRGHEAMHAEMVLILIATLVVAQLLLVQWKQRHPRSY
NMVTLFQMWVVPLYFTVKLHWWRFLVIWILFSAVTAFVTFRATRKPLVQTTPRLVYKWFLLIYKISYATGIVGYMAVMFT
LFGLNLLFKIKPEDAMDFGISLLFYGLYYGVLERDFAEMCADYMASTIGFYSESGMPTKHLSDSVCAVCGQQIFVDVSEE
GIIENTYRLSCNHVFHEFCIRGWCIVGKKQTCPYCKEKVDLKRMFSNPWERPHVMYGQLLDWLRYLVAWQPVIIGVVQGI
NYILGLE                                                                         
>Hsap_ENSP00000354775                                                           
MSQYTEKEPAAMDQESGKAVWPKPAGGYQTITGRRYGRRHAYVSFKPCMTRHERSLGRAGDDYEVLELDDVPKENSSGSS
PLDQVDSSLPSEPIFEKSETEIPTCGSALNQTTESSQSFVAVHHSEEGRDTLGSSTNLHNHSEGEYIPGACSASSVQNGI
ALVHTDSYDPDGKHGEDNDHLQLSAEVVEGSRYQESLGNTVFELENREAEAYTGLSPPVPSFNCEVRDEFEELDSVPLVK
SSAGDTEFVHQNSQEIQRSSQDEMVSTKQQNNTSQERQTEHSPEDAACGPGHICSEQNTNDREKNHGSSPEQVVRPKVRK
LISSSQVDQETGFNRHEAKQRSVQRWREALEVEESGSDDLLIKCEEYDGEHDCMFLDPPYSRVITQRETENNQMTSESGA
TAGRQEVDNTFWNGCGDYYQLYDKDEDSSECSDGEWSASLPHRFSGTEKDQSSSDESWETLPGKDENEPELQSDSSGPEE
ENQELSLQEGEQTSLEEGEIPWLQYNEVNESSSDEGNEPANEFAQPAFMLDGNNNLEDDSSVSEDLDVDWSLFDGFADGL
GVAEAISYVDPQFLTYMALEERLAQAMETALAHLESLAVDVEVANPPASKESIDGLPETLVLEDHTAIGQEQCCPICCSE
YIKDDIATELPCHHFFHKPCVSIWLQKSGTCPVCRRHFPPAVIEASAAPSSEPDPDAPPSNDSIAEAP            
>Hsap_ENSP00000355014                                                           
MGQESSKPVWPNPTGGYQSNTGRRYGRRHAYVSFRPPTSQRERIASQRKTNSEVPMHRSAPSQTTKRSRSPFSTTRRSWD
DSESSGTNLNIDNEDYSRYPPREYRASGSRRGMAYGHIDSYGADDSEEEGAGPVERPPVRGKTGKFKDDKLYDPEKGARS
LAGPPPHFSSFSRDVREERDKLDPVPAARCSASRADFLPQSSVASQSSSEGKLATKGDSSERERREQNLPARPSRAPVSI
CGGGENTSKSAEEPVVRPKIRNLASPNCVKPKIFFDTDDDDDMPHSTSRWRDTANDNEGHSDGLARRGRGESSSGYPEPK
YPEDKREARSDQVKPEKVPRRRRTMADPDFWTHSDDYYKYCDEDSDSDKEWIAALRRKYRSREQTLSSSGESWETLPGKE
EREPPQAKVSASTGTSPGPGASASAGAGAGASAGSNGSNYLEEVREPSLQEEQASLEEGEIPWLQYHENDSSSEGDNDSG
HELMQPGVFMLDGNNNLEDDSSVSEDLEVDWSLFDGFADGLGVAEAISYVDPQFLTYMALEERLAQAMETALAHLESLAV
DVEVANPPASKESIDALPEILVTEDHGAVGQEMCCPICCSEYVKGEVATELPCHHYFHKPCVSIWLQKSGTCPVCRCMFP
PPL                                                                             
>Hsap_ENSP00000355028                                                           
MDSLPDEFFVRHPAVEDQRKEETENKLEKSSGQLNKQENDIPTDLVPVNLLLEVKKLLNAINTLPKGVVPHIKKFLQEDF
SFQTMQREVAANSQNGEEIVPALTLRFLITQLEAALRNIQAGNYTAHQINIGYYLTLLFLYGVALTERGKKEDYTEAENK
FLVMKMMIQENEICENFMSLVYFGRGLLRCAQKRYNGGLLEFHKSLQEIGDKNDHWFDIDPTEDEDLPTTFKDLLNNFIK
TTESNIMKQTICSYLDCERSCEADILKNTSYKGFFQLMCSKSCCVYFHKICWKKFKNLKYPGENDQSFSGKKCLKEGCTG
DMVRMLQCDVPGIVKILFEVVRKDEYITIENLGASYRKLISLKITDTDIRPKISLKFNTKDEMPIFKLDYNYFYHLLHII
IISGTDIVRQIFDEAMPPPLLKKELLIHKNVLESYYNHLWTNHPLGGSWHLLYPPNKELPQSKQFDLCLLLALIKHLNVF
PAPKKGWNMEPPSSDISKSADILRLCKYRDILLSEILMNGLTESQFNSIWKKVSDILLRLGMMQEDIDKVKENPIENISL
DYHQLSVYLGIPVPEIIQRMLSCYQQGIALQSITGSQRIEIEELQNEEEELSPPLMEYNINVKSHPEIQFAEINKDGTSI
PSESSTESLKDLQEVKSKQRKKKKTKNKKNKDSKEDQVPYVVEKEEQLRKEQANPHSVSRLIKDDASDVQEDSAMEDKFY
SLDELHILDMIEQGSAGKVTTDYGETEKERLARQRQLYKLHYQCEDFKRQLRTVTFRWQENQMQIKKKDKIIASLNQQVA
FGINKVSKLQRQIHAKDNEIKNLKEQLSMKRSQWEMEKHNLESTMKTYVSKLNAETSRALTAEVYFLQCRRDFGLLHLEQ
TEKECLNQLARVTHMAASNLESLQLKAAVDSWNAIVADVRNKIAFLRTQYNEQINKVKQGFALSTLPPVQLPPPPPSPEI
LMQQFLGRPLVKESFFRPILTVPQMPAVCPGVVSATGQPRAPLMTGIAWALPAPVGDAVPPSAGLRSDPSIMNWERITDR
LKTAFPQQTRKELTDFLRKLKDAYGKSLSELTFDEIVCKISQFIDPKKSQSQGKSVSNVNCVSPSHSPSQPDAAQPPKPA
WRPLTSQGPATWEGASNPDEEEEEEEPCVICHENLSPENLSVLPCAHKFHAQCIRPWLMQQGTCPTCRLHVLLPEEFPGH
PSRQLPKI                                                                        
>Hsap_ENSP00000356473                                                           
MSSRRKRAPPVRVDEEKRQQLHWNMHEDRRNEPIIISDDDEQPCPGSDTSSAHYIILSDSLKEEVAHRDKKRCSKVVSFS
KPIEKEETVGIFSPLSVKLNIVISPYHFDNSWKAFLGELTLQLLPAQSLIENFSERSITLMSSESSNQFLIYVHSKGEDV
EKQKKEPMSICDKGILVESSFSGEMLEDLGWLQKKRRIKLYQKPEGNHIIKVGIYLLEAGLAKLDFLSDANSRMKKFNQL
MKKVMEKLHNSIIPDVLEEDEDDPESEPEGQDIDELYHFVKQTHQQETQSIQVDVQHPALIPVLRPYQREAVNWMLQQEC
FRSSPATESALHFLWREIVTSEGLKLYYNPYTGCIIREYPNSGPQLLGGILADEMGLGKTVEVLALILTHTRQDVKQDAL
TLPEGKVVNYFIPSHYFGGKLKKTEIQNIEFEPKEKVQCPPTRVMILTAVKEMNGKKGVSILSIYKYVSSIYRYDVQRNR
SLLKRMLKCLIFEGLVKQIKGHGFSGTFTLGKNYKEEDICDKTKKQAVGSPRKIQKETRKSGNKDTDSEYLPSDTSDDDD
DPYYYYYKSRRNRSKLRKKLVPSTKKGKSQPFINPDSQGHCPATSDSGITDVAMSKSTCISEFNQEHETEDCAESLNHAD
SDVPPSNTMSPFNTSDYRFECICGELDQIDRKPRVQCLKCHLWQHAKCVNYDEKNLKIKPFYCPHCLVAMEPVSTRATLI
ISPSSICHQWVDEINRHVRSSSLRVLVYQGVKKDGFLQPHFLAEQDIVIITYDVLRSELNYVDIPHSNSEDGRRLRNQKR
YMAIPSPLVAVEWWRICLDEAQMVECPTVKAAEMAQRLSGINRWCISGTPVQRGLEDLFGLVVFLGIEPYCVKHWWVRLL
YRPYCKKNPQHLYSFIAKILWRSAKKDVIDQIQIPPQTEEIHWLHFSPVERHFYHRQHEVCCQDVVVKLRKISDWALKLS



SLDRRTVTSILYPLLRLRQACCHPQAVRGEFLPLQKSFEQSTFSFSTMTMEELLTSLQKKCGTECEEAHRQLVCALNGLA
GIHIIKGEYALAAELYREVLRSSEEHKGKLKTDSLQRLHATHNLMELLIARHPGIPPTLRDGRLEEEAKQLREHYMSKCN
TEVAEAQQALYPVQQTIHELQRKIHSNSPWWLNVIHRAIEFTIDEELVQRVRNEITSNYKQQTGKLSMSEKGLQFLLTTQ
MEELNKCQKLVREAVKNLEGPPSRNVIESATVCHLRPARLPLNCCVFCKADELFTEYESKLFSNTVKGQTAIFEEMIEDE
EGLVDDRAPTTTRGLWAISETERSMKAILSFAKSHRFDVEFVDEGSTSMDLFEAWKKEYKLLHEYWMALRNRVSAVDELA
MATERLRVRDPREPKPNPPVLHIIEPHEVEQNRIKLLNDKAVATSQLQKKLGQLLYLTNLEKSQDKTSGGVNPEPCPICA
RQLGKQWAVLTCGHCFCNECISIIIEQYSVGSHRSSIKCAICRQTTSHKEISYVFTSEKANQEEDIPVKGSHSTKVEAVV
RTLMKIQLRDPGAKALVFSTWQDVLDIISKALTDNNMEFAQISRVKTFQENLSAFKRDPQINILLLPLHTGSNGLTIIEA
THVLLVEPILNPAHELQAIGRVHRIGQTKPTIVHRFLIKATIEERMQAMLKTAERSHTNSSAKHSEASVLTVADLADLFT
KETEELE                                                                         
>Hsap_ENSP00000357297                                                           
MMAGCGEIDHSINMLPTNRKANESCSNTAPSLTVPECAICLQTCVHPVSLPCKHVFCYLCVKGASWLGKRCALCRQEIPE
DFLDKPTLLSPEELKAASRGNGEYAWYYEGRNGWWQYDERTSRELEDAFSKGKKNTEMLIAGFLYVADLENMVQYRRNEH
GRRRKIKRDIIDIPKKGVAGLRLDCDANTVNLARESSADGADSVSAQSGASVQPLVSSVRPLTSVDGQLTSPATPSPDAS
TSLEDSFAHLQLSGDNTAERSHRGEGEEDHESPSSGRVPAPDTSIEETESDASSDSEDVSAVVAQHSLTQQRLLVSNANQ
TVPDRSDRSGTDRSVAGGGTVSVSVRSRRPDGQCTVTEV                                         
>Hsap_ENSP00000358297                                                           
MAEASAAGADSGAAVAAHRFFCHFCKGEVSPKLPEYICPRCESGFIEEVTDDSSFLGGGGSRIDNTTTTHFAELWGHLDH
TMFFQDFRPFLSSSPLDQDNRANERGHQTHTDFWGARPPRLPLGRRYRSRGSSRPDRSPAIEGILQHIFAGFFANSAIPG
SPHPFSWSGMLHSNPGDYAWGQTGLDAIVTQLLGQLENTGPPPADKEKITSLPTVTVTQEQVDMGLECPVCKEDYTVEEE
VRQLPCNHFFHSSCIVPWLELHDTCPVCRKSLNGEDSTRQSQSTEASASNRFSNDSQLHDRWTF                
>Hsap_ENSP00000358374                                                           
MKKKTVCTLNMGDKKYEDMEGEENGDNTISTGLLYSEADRCPICLNCLLEKEVGFPESCNHVFCMTCILKWAETLASCPI
DRKPFQAVFKFSALEGYVKVQVKKQLRETKDKKNENSFEKQVSCHENSKSCIRRKAIVREDLLSAKVCDLKWIHRNSLYS
ETGGKKNAAIKINKPQRSNWSTNQCFRNFFSNMFSSVSHSGESSFTYRAYCTEFIEASEISALIRQKRHELELSWFPDTL
PGIGRIGFIPWNVETEVLPLISSVLPRTIFPTSTISFEHFGTSCKGYALAHTQEGEEKKQTSGTSNTRGSRRKPAMTTPT
RRSTRNTRAETASQSQRSPISDNSGCDAPGNSNPSLSVPSSAESEKQTRQAPKRKSVRRGRKPPLLKKKLRSSVAAPEKS
SSNDSVDEETAESDTSPVLEKEHQPDVDSSNICTVQTHVENQSANCLKSCNEQIEESEKHTANYDTEERVGSSSSESCAQ
DLPVLVGEEGEVKKLENTGIEANVLCLESEISENILEKGGDPLEKQDQISGLSQSEVKTDVCTVHLPNDFPTCLTSESKV
YQPVSCPLSDLSENVESVVNEEKITESSLVEITEHKDFTLKTEELIESPKLESSEGEIIQTVDRQSVKSPEVQLLGHVET
EDVEIIATCDTFGNEDFNNIQDSENNLLKNNLLNTKLEKSLEEKNESLTEHPRSTELPKTHIEQIQKHFSEDNNEMIPME
CDSFCSDQNESEVEPSVNADLKQMNENSVTHCSENNMPSSDLADEKVETVSQPSESPKDTIDKTKKPRTRRSRFHSPSTT
WSPNKDTPQEKKRPQSPSPRRETGKESRKSQSPSPKNESARGRKKSRSQSPKKDIARERRQSQSRSPKRDTTRESRRSES
LSPRRETSRENKRSQPRVKDSSPGEKSRSQSRERESDRDGQRRERERRTRKWSRSRSHSRSPSRCRTKSKSSSFGRIDRD
SYSPRWKGRWANDGWRCPRGNDRYRKNDPEKQNENTRKEKNDIHLDADDPNSADKHRNDCPNWITEKINSGPDPRTRNPE
KLKESHWEENRNENSGNSWNKNFGSGWVSNRGRGRGNRGRGTYRSSFAYKDQNENRWQNRKPLSGNSNSSGSESFKFVEQ
QSYKRKSEQEFSFDTPADRSGWTSASSWAVRKTLPADVQNYYSRRGRNSSGPQSGWMKQEEETSGQDSSLKDQTNQQVDG
SQLPINMMQPQMNVMQQQMNAQHQPMNIFPYPVGVHAPLMNIQRNPFNIHPQLPLHLHTGVPLMQVATPTSVSQGLPPPP
PPPPPSQQVNYIASQPDGKQLQGIPSSSHVSNNMSTPVLPAPTAAPGNTGMVQGPSSGNTSSSSHSKASNAAVKLAESKV
SVAVEASADSSKTDKKLQIQEKAAQEVKLAIKPFYQNKDITKEEYKEIVRKAVDKVCHSKSGEVNSTKVANLVKAYVDKY
KYSRKGSQKKTLEEPVSTEKNIG                                                         
>Hsap_ENSP00000362578                                                           
MGEPGFFVTGDRAGGRSWCLRRVGMSAGWLLLEDGCEVTVGRGFGVTYQLVSKICPLMISRNHCVLKQNPEGQWTIMDNK
SLNGVWLNRARLEPLRVYSIHQGDYIQLGVPLENKENAEYEYEVTEEDWETIYPCLSPKNDQMIEKNKELRTKRKFSLDE
LAGPGAEGPSNLKSKINKVSCESGQPVKSQGKGEVASTPSDNLDPKLTALEPSKTTGAPIYPGFPKVTEVHHEQKASNSS
ASQRSLQMFKVTMSRILRLKIQMQEKHEAVMNVKKQTQKGNSKKVVQMEQELQDLQSQLCAEQAQQQARVEQLEKTFQEE
EQHLQGLEIAQGEKDLKQQLAQALQEHWALMEELNRSKKDFEAIIQAKNKELEQTKEEKEKMQAQKEEVLSHMNDVLENE
LQCIICSEYFIEAVTLNCAHSFCSYCINEWMKRKIECPICRKDIKSKTYSLVLDNCINKMVNNLSSEVKERRIVLIRERK
AKRLF                                                                           
>Hsap_ENSP00000371800                                                           
MGPAARPALRSPPPPPPPPPSPLLLLLPLLPLWLGLAGPGAAADGSEPAAGAGRGGARAVRVDVRLPRQDALVLEGVRIG
SEADPAPLLGGRLLLMDIVDAEQEAPVEGWIAVAYVGKEQAAQFHQENKGSGPQAYPKALVQQMRRALFLGASALLLLIL
NHNVVRELDISQLLLRPVIVLHYSSNVTKLLDALLQRTQATAEITSGESLSANIEWKLTLWTTCGLSKDGYGGWQDLVCL
GGSRAQEQKPLQQLWNAILLVAMLLCTGLVVQAQRQASRQSQRELGGQVDLFKRRVVRRLASLKTRRCRLSRAAQGLPDP
GAETCAVCLDYFCNKQWLRVLPCKHEFHRDCVDPWLMLQQTCPLCKFNVLGNRYSDD                       
>Hsap_ENSP00000385328                                                           
MSGGHQLQLAALWPWLLMATLQAGFGRTGLVLAAAVESERSAEQKAIIRVIPLKMDPTGKLNLTLEGVFAGVAEITPAEG
KLMQSHPLYLCNASDDDNLEPGFISIVKLESPRRAPRPCLSLASKARMAGERGASAVLFDITEDRAAAEQLQQPLGLTWP
VVLIWGNDAEKLMEFVYKNQKAHVRIELKEPPAWPDYDVWILMTVVGTIFVIILASVLRIRCRPRHSRPDPLQQRTAWAI
SQLATRRYQASCRQARGEWPDSGSSCSSAPVCAICLEEFSEGQELRVISCLHEFHRNCVDPWLHQHRTCPLCMFNITEGD
SFSQSLGPSRSYQEPGRRLHLIRQHPGHAHYHLPAAYLLGPSRSAVARPPRPGPFLPSQEPGMGPRHHRFPRAAHPRAPG
EQQRLAGAQHPYAQGWGLSHLQSTSQHPAACPVPLRRARPPDSSGSGESYCTERSGYLADGPASDSSSGPCHGSSSDSVV



NCTDISLQGVHGSSSTFCSSLSSDFDPLVYCSPKGDPQRVDMQPSVTSRPRSLDSVVPTGETQVSSHVHYHRHRHHHYKK
RFQWHGRKPGPETGVPQSRPPIPRTQPQPEPPSPDQQVTRSNSAAPSGRLSNPQCPRALPEPAPGPVDASSICPSTSSLF
NLQKSSLSARHPQRKRRGGPSEPTPGSRPQDATVHPACQIFPHYTPSVAYPWSPEAHPLICGPPGLDKRLLPETPGPCYS
NSQPVWLCLTPRQPLEPHPPGEGPSEWSSDTAEGRPCPYPHCQVLSAQPGSEEELEELCEQAV                 
>Hsap_ENSP00000388207                                                           
MSFLRITPSTHSSVSSGLLRLSIFLLLSFPDSNGKAIWTAHLNITFQVGNEITSELGESGVFGNHSPLERVSGVVALPEG
WNQNACHPLTNFSRPKQADSWLALIERGGCTFTHKINVAAEKGANGVIIYNYQGTGSKVFPMSHQGTENIVAVMISNLKG
MEILHSIQKGVYVTVIIEVGRMHMQWVSHYIMYLFTFLAATIAYFYLDCVWRLTPRVPNSFTRRRSQIKTDVKKAIDQLQ
LRVLKEGDEELDLNEDNCVVCFDTYKPQDVVRILTCKHFFHKACIDPWLLAHRTCPMCKCDILKT               
>Hsap_ENSP00000388550                                                           
MLNKSGESRYPALFPVLGGSSMSSDFPHYNFRMPNIGFQNLPLNIYIVVFGTAIFVFILSLLFCCYLIRLRHQAHKEFYA
YKQVILKEKVKELNLHELCAVCLEDFKPRDELGICPCKHAFHRKCLIKWLEVRKVCPLCNMPVLQLAQLHSKQDRGPPQG
PLPGAENIV                                                                       
>Hsap_ENSP00000392395                                                           
MERPEEGKQSPPPQPWGRLLRLGAEEGEPHVLLRKREWTIGRRRGCDLSFPSNKLVSGDHCRIVVDEKSGQVTLEDTSTS
GTVINKLKVVKKQTCPLQTGDVIYLVYRKNEPEHNVAYLYESLSEKQGMTQESFEANKENVFHGTKDTSGAGAGRGADPR
VPPSSPATQVCFEEPQPSTSTSDLFPTASASSTEPSPAGRERSSSCGSGGGGISPKGSGPSVASDEVSSFASALPDRKTA
SFSSLEPQDQEDLEPVKKKMRGDGDLDLNGQLLVAQPRRNAQTVHEDVRAAAGKPDKMEETLTCIICQDLLHDCVSLQPC
MHTFCAACYSGWMERSSLCPTCRCPVERICKNHILNNLVEAYLIQHPDKSRSEEDVQSMDARNKITQDMLQPKVRRSFSD
EEGSSEDLLELSDVDSESSDISQPYVVCRQCPEYRRQAAQPPHCPAPEGEPGAPQALGDAPSTSVSLTTAVQDYVCPLQG
SHALCTCCFQPMPDRRAEREQDPRVAPQQCAVCLQPFCHLYWGCTRTGCYGCLAPFCELNLGDKCLDGVLNNNSYESDIL
KNYLATRGLTWKNMLTESLVALQRGVFLLSDYRVTGDTVLCYCCGLRSFRELTYQYRQNIPASELPVAVTSRPDCYWGRN
CRTQVKAHHAMKFNHICEQTRFKN                                                        
>Hsap_ENSP00000393641                                                           
MSQWTPEYNELYTLKVDMKSEIPSDAPKTQESLKGILLHPEPIGAAKSFPAGVEMINSKVGNEFSHLCDDSQKQEKEMNG
NQQEQEKSLVVRKKRKSQQAGPSYVQNCVKENQGILGLRQHLGTPSDEDNDSSFSDCLSSPSSSLHFGDSDTVTSDEDKE
VSVRHSQTILNAKSRSHSARSHKWPRTETESVSGLLMKRPCLHGSSLRRLPCRKRFVKNNSSQRTQKQKERILMQRKKRE
VLARRKYALLPSSSSSSENDLSSESSSSSSTEGEEDLFVSASENHQNNPAVPSGSIDEDVVVIEASSTPQVTANEEINVT
STDSEVEIVTVGESYRSRSTLGHSRSHWSQGSSSHASRPQEPRNRSRISTVIQPLRQNAAEVVDLTVDEDEPTVVPTTSA
RMESQATSASINNSNPSTSEQASDTASAVTSSQPSTVSETSATLTSNSTTGTSIGDDSRRTTSSAVTETGPPAMPRLPSC
CPQHSPCGGSSQNHHALGHPHTSCFQQHGHHFQHHHHHHHTPHPAVPVSPSFSDPACPVERPPQVQAPCGANSSSGTSYH
EQQALPVDLSNSGIRSHGSGSFHGASAFDPCCPVSSSRAAIFGHQAAAAAPSQPLSSIDGYGSSMVAQPQPQPPPQPSLS
SCRHYMPPPYASLTRPLHHQASACPHSHGNPPPQTQPPPQVDYVIPHPVHAFHSQISSHATSHPVAPPPPTHLASTAAPI
PQHLPPTHQPISHHIPATAPPAQRLHPHEVMQRMEVQRRRMMQHPTGLFVFCVSRRAHERPPPHPHRMHPNYGHGHHIHV
PQTMSSHPRQAPERSAWELGIEAGVTAATYTPGALHPHLAHYHAPPRLHHLQLGALPLMVPDMAGYPHIRYISSGLDGTS
FRGPFRGNFEELIHLEERLGNVNRGASQGTIERCTYPHKYKKVTTDWFSQRKLHCKQDGEEGTEEDTEEKCTICLSILEE
GEDVRRLPCMHLFHQVCVDQWLITNKKCPICRVDIEAQLPSES                                     
>Hsap_ENSP00000398224                                                           
MPATPSLKVVHELPACTLCAGPLEDAVTIPCGHTFCRLCLPALSQMGAQSSGKILLCPLCQEEEQAETPMAPVPLGPLGE
TYCEEHGEKIYFFCENDAEFLCVFCREGPTHQAHTVGFLDEAIQPYRDRLRSRLEALSTERDEIEDVKCQEDQKLQVLLT
QIESKKHQVETAFERLQQELEQQRCLLLARLRELEQQIWKERDEYITKVSEEVTRLGAQVKELEEKCQQPASELLQDVRV
NQSRCEMKTFVSPEAISPDLVKKIRDFHRKILTLPEMMRMFSENLAHHLEIDSGVITLDPQTASRSLVLSEDRKSVRYTR
QKKNLPDSPLRFDGLPAVLGFPGFSSGRHRWQVDLQLGDGGGCTVGVAGEGVRRKGEMGLSAEDGVWAVIISHQQCWAST
SPGTDLPLSEIPRGVRVALDYEAGQVTLHNAQTQEPIFTFTASFSGKVFPFFAVWKKGSCLTLKG               
>Hsap_ENSP00000403524                                                           
MSVSLVVIRLELAEHSPVPAGFGFSAAAGEMSDEEIKKTTLASAVACLEGKSPGEKVAIIHQHLGRREMTDVIIETMKSN
PDELKTTVEERKSSEASPTAQRSKDHSKECINAAPDSPSKQLPDQISFFSGNPSVEIVHGIMHLYKTNKMTSLKEDVRRS
AMLCILTVPAAMTSHDLMKFVAPFNEVIEQMKIIRDSTPNQYMVLIKFRAQADADSFYMTCNGRQFNSIEDDVCQLVYVE
RAEVLKSEDGASLPVMDLTELPKCTVCLERMDESVNGILTTLCNHSFHSQCLQRWDDTTCPVCRYCQTPEPVEENKCFEC
GVQENLWICLICGHIGCGRYVSRHAYKHFEETQHTYAMQLTNHRVWDYAGDNYVHRLVASKTDGKIVQYECEGDTCQEEK
IDALQLEYSYLLTSQLESQRIYWENKIVRIEKDTAEEINNMKTKFKETIEKCDNLEHKLNDLLKEKQSVERKCTQLNTKV
AKLTNELKEEQEMNKCLRANQVLLQNKLKEEERVLKETCDQKDLQITEIQEQLRDVMFYLETQQKINHLPAETRQEIQEG
QINIAMASASSPASSGGSGKLPSRKGRSKRGK                                                
>Hsap_ENSP00000406665                                                           
MQDAAAGGPPGLGGGGPPEERTDCIICCSAYDLSGHLPRRLYCGHTFCQACVRRLDTPAPEQRWIPCPQCRQSTPTPRGG
VAMLDLDLAAFLAVKAEREPARLEPLPLTSLKGSAITRQPAGLCPALGPQPHFPQPRYCCWGCGSLCCPPLGSPEV    
>Hsap_ENSP00000410533                                                           
MSSGQQVWHTAVPPPRRSSSIASMPRSPSSAGSPRSPGTPGSERVASPLECSICFSGYDNIFKTPKELSCTHVFCLECLA
RLAAAQPVGRPGGEAVPCPFCRQPTAVPPAGAPALCTSRQLQARMPAHLRREEPVWLEGTKLCCQPLPTTPGREPGFVCV
DVGLSKPAEPPAPARDPAPRRGRLARCWARCRDWRRMALVSALLLMLFCVALWPVQCALKTGNLRCLPLPPRPPATSTAA
SPLGPLTDN                                                                       
>Hsap_ENSP00000412962                                                           



MFRTAVMMAASLALTGAVVAHAYYLKHQFYPTVVYLTKSSPSMAVLYIQAFVLVFLLGKVMGKVFFGQLRAAEMEHLLER
SWYAVTETCLAFTVFRDDFSPRFVALFTLLLFLKCFHWLAEDRVDFMERSPNISWLFHCRIVSLMFLLGILDFLFVSHAY
HSILTRGASVQLVFGFEYAILMTMVLTIFIKYVLHSVDLQSENPWDNKAVYMLYTELFTGFIKVLLYMAFMTIMIKVHTF
PLFAIRPMYLAMRQFKKAVTDAIMSRRAIRNMNTLYPDATPEELQAMDNVCIICREEMVTGAKRLPCNHIFHTSCLRSWF
QRQQTCPTCRMDVLRASLPAQSPPPPEPADQGPPPAPHPPPLLPQPPNFPQGLLPPFPPGMFPLWPPMGPFPPVPPPPSS
GEAVAPPSTSAAALSRPSGAATTTAAGTSATAASATASGPGSGSAPEAGPAPGFPFPPPWMGMPLPPPFAFPPMPVPPAG
FAGLTPEELRALEGHERQHLEARLQSLRNIHTLLDAAMLQINQYLTVLASLGPPGLPLQSTPLRRLPLQLLLLPPPPASL
AQRPRPQPQEPPHQPLKWKGLQLLSQWAQRRCLRMESPMQQSSAGAACRSWSLLLPTDTAPAQPQPLLF           
>Hsap_ENSP00000417176                                                           
MAEQQGRELEAECPVCWNPFNNTFHTPKMLDCCHSFCVECLAHLSLVTPARRRLLCPLCRQPTVLASGQPVTDLPTDTAM
LALLRLEPHHVILEGHQLCLKDQPKSRYFLRQPQVYTLDLGPQPGGQTGPPPDTASATVSTPILIPSHHSLRECFRNPQF
RIFAYLMAVILSVTLLLIFSIFWTKQFLWGVG                                                
>Hsap_ENSP00000425840                                                           
MAMSLIQACCSLALSTWLLSFCFVHLLCLDFTVAEKEEWYTAFVNITYAEPAPDPGAGAAGGGGAELHTEKTECGRYGEH
SPKQDARGEVVMASSAHDRLACDPNTKFAAPTRGKNWIALIPKGNCTYRDKIRNAFLQNASAVVIFNVGSNTNETITMPH
AGVEDIVAIMIPEPKGKEIVSLLERNITVTMYITIGTRNLQKYVSRTSVVFVSISFIVLMIISLAWLVFYYIQRFRYANA
RDRNQRRLGDAAKKAISKLQIRTIKKGDKETESDFDNCAVCIEGYKPNDVVRILPCRHLFHKSCVDPWLLDHRTCPMCKM
NILKALGIPPNADCMDDLPTDFEGSLGGPPTNQITGASDTTVNESSVTLDPAVRTVGALQVVQDTDPIPQEGDVIFTTNS
EQEPAVSSDSDISLIMAMEVGLSDVELSTDQDCEEVKS                                          
>Hsap_ENSP00000429509                                                           
MSCAGRAGPARLAALALLTCSLWPARADNASQEYYTALINVTVQEPGRGAPLTFRIDRGRYGLDSPKAEVRGQVLAPLPL
HGVADHLGCDPQTRFFVPPNIKQWIALLQRGNCTFKEKISRAAFHNAVAVVIYNNKSKEEPVTMTHPGTGDIIAVMITEL
RGKDILSYLEKNISVQMTIAVGTRMPPKNFSRGSLVFVSISFIVLMIISSAWLIFYFIQKIRYTNARDRNQRRLGDAAKK
AISKLTTRTVKKGDKETDPDFDHCAVCIESYKQNDVVRILPCKHVFHKSCVDPWLSEHCTCPMCKLNILKALGIVPNLPC
TDNVAFDMERLTRTQAVNRRSALGDLAGDNSLGLEPLRTSGISPLPQDGELTPRTGEINIAVTSGHFFHRNSLSPRSLVY
ESEFSTIEPSLDMYDENKT                                                             
>Hsap_ENSP00000430955                                                           
MHRDRISPSNSPTWSLQVFSKKKKKKKKNNMAAKEKLEAVLNVALRVPSIMLLDVLYRWDVSSFFQQIQRSSLSNNPLFQ
YKYLALNMHYVGYILSVVLLTLPRQHLVQLYLYFLTALLLYAGHQISRDYVRSELEFAYEGPMYLEPLSMNRFTTALIGQ
LVVCTLCSCVMKTKQIWLFSAHMLPLLARLCLVPLETIVIINKFAMIFTGLEVLYFLGSNLLVPYNLAKSAYRELVQVVE
VYGLLALGMSLWNQLVVPVLFMVFWLVLFALQIYSYFSTRDQPASRERLLFLFLTSIAECCSTPYSLLGLVFTVSFVALG
VLTLCKFYLQGYRAFMNDPAMNRGMTEGVTLLILAVQTGLIELQVVHRAFLLSIILFIVVASILQSMLEIADPIVLALGA
SRDKSLWKHFRAVSLCLFLLVFPAYMAYMICQFFHMDFWLLIIISSSILTSLQVLGTLFIYVLFMVEEFRKEPVENMDDV
IYYVNGTYRLLEFLVALCVVAYGVSETIFGEWTVMGSMIIFIHSYYNVWLRAQLGWKSFLLRRDAVNKIKSLPIATKEQL
EKHNDICAICYQDMKSAVITPCSHFFHAGCLKKWLYVQETCPLCHCHLKNSSQLPGLGTEPVLQPHAGAEQNVMFQEGTE
PPGQEHTPGTRIQEGSRDNNEYIARRPDNQEGAFDPKEYPHSAKDEAHPVESA                           
>Hsap_ENSP00000443824                                                           
MRPRSGGRPGATGRRRRRLRRRPRGLRCSRLPPPPPLPLLLGLLLAAAGPGAARAKETAFVEVVLFESSPSGDYTTYTTG
LTGRFSRAGATLSAEGEIVQMHPLGLCNNNDEEDLYEYGWVGVVKLEQPELDPKPCLTVLGKAKRAVQRGATAVIFDVSE
NPEAIDQLNQGSEDPLKRPVVYVKGADAIKLMNIVNKQKVARARIQHRPPRQPTEYFDMGIFLAFFVVVSLVCLILLVKI
KLKQRRSQNSMNRLAVQALEKMETRKFNSKSKGRREGSCGALDTLSSSSTSDCAICLEKYIDGEELRVIPCTHRFHRKCV
DPWLLQHHTCPHCRHNIIEQKGNPSAVCVETSNLSRGRQQRVTLPVHYPGRVHRTNAIPAYPTRTSMDSHGNPVTLLTMD
RHGEQSLYSPQTPAYIRSYPPLHLDHSLAAHRCGLEHRAYSPAHPFRRPKLSGRSFSKAACFSQYETMYQHYYFQGLSYP
EQEGQSPPSLAPRGPARAFPPSGSGSLLFPTVVHVAPPSHLESGSTSSFSCYHGHRSVCSGYLADCPGSDSSSSSSSGQC
HCSSSDSVVDCTEVSNQGVYGSCSTFRSSLSSDYDPFIYRSRSPCRASEAGGSGSSGRGPALCFEGSPPPEELPAVHSHG
AGRGEPWPGPASPSGDQVSTCSLEMNYSSNSSLEHRGPNSSTSEVGLEASPGAAPDLRRTWKGGHELPSCACCCEPQPSP
AGPSAGAAGSSTLFLGPHLYEGSGPAGGEPQSGSSQGLYGLHPDHLPRTDGVKYEGLPCCFYEEKQVARGGGGGSGCYTE
DYSVSVQYTLTEEPPPGCYPGARDLSQRIPIIPEDVDCDLGLPSDCQGTHSLGSWGGTRGPDTPRPHRGLGATREEERAL
CCQARALLRPGCPPEEAGAVRANFPSALQDTQESSTTATEAAGPRSHSADSSSPGA                        
>Cint_ENSCINP00000000448                                                        
MTIVIYILLMLVPYMCGAEPAFIQVVLYEPDPSSGRYTTRKSDVTGIFARAGSLNSAEGELKQIHPLSLCNVVGDDQLYE
YGWVGVVELGPSYLEPRPCLSVYGKAKRALEKGATAVIFDITNQPDAVSQLSSEYYERLDRPIVLVQGQSAFHLINLIRD
QQVARARIQSGVPTKSEDQYNQYFNMAVFMGCFVVVFVICIVLLIKLKCWRRERSVSMANIASETLRRMKTRKFRVDPRK
QWTDDCSNTSEQLCAICLEVFNENEELRVIPCSHEFHKHCVDPWLKEKLTCPLCNFNILGDPPNLQRRSRQISSPSVTSR
STIHVTPRRQIFNDYNGYEEGRYENNCPPYESCYTGSRHTNAYYGGHFTELFCDAPNGAQILQNNKFDVVPCVGTVVPHN
HYFRRRQPTPHFYDRSAIPNGASAYQPQRENVGISEFLPKPTNREELSSGSFATPKQLTNFDLPPAYESLETSRNLPEYC
ATQTCVTPPYRSIRGCTLYRRSSGTNTNYRNAHNTYMPELDLDSRPVSLRSGYLPDSDGVSDKVDTTPYLFGPFSVTTTT
QCVCVVTDTTCCVTDTSVRSVFGSSLISDAPAPPCDSILKIPHRSSTPCIGYSSSDAEVGARISVSSLEGVLESVSVPTV
YDDAVNYDEIWFDDVMVNDVTSSTSPRLTKHNRAGHVTTSTNHAADKVTRCAV                           
>Cint_ENSCINP00000001168                                                        
MTSSTRGVQTKIIPSYETAIRKLDDEKFMLQNRLEEVNDKFTRLTMTSRTETTTANKKIAELEGDLKSANERAASATQQL
EGENRKITKDRQTWMDSIKIMKKQVKDAQDEALQLHRVVEEKEKEILNSRRKLSSLTSESTKLTGDREKLTRLLDDEKKR



TMEAELQTLETKENLGLRVLVKARSDCHKISMDMERLARQCVENATIYRELGAGYNIWRSNMEACSSLIKQINKQFAAQS
EQIRSGVPLKDLPEIQIPNPPPPGPMPQQIMMRLRITGQPLNLQALSPKETGEPPAPPMPTPRVESPRSSGSPRPPQRPI
GTGKPQPRNLQPNNNQQNNEATAAPPKGSFERIMIQLSTLFPNTARQDLALCIKEVRQNNNNSLTGLSLDDIIKQASIVL
HKKGIVRSQSGASAPHNGGASVHTWKPQLQTTYRGNDDDEPCVICHEALHALTVHKLKCGHVFHNDCLRQWLSRNRTCPT
CRGHAIDTSEYPALS                                                                 
>Cint_ENSCINP00000001413                                                        
MAKSHLRLLSSSSESEDSCDEDQDGASMNPRRGISDDSEDSEDEMDCNEEEDEIFQDPGSDGDASCAICLNEFTKQKVGV
PNNCRHIFCVDCILEWSKNANSCPVDRIEFEAIQVYRRFGGVFVHELVVEKKINVVETHENDTNCQVCGSGENEETLLLC
DGCDLGYHCACLNPPLEQVPSDEWFCINCRPSHAAEPHPRHHRVIGRTLASERVRSDITRSRLRHSALVSSLDEQIDSIV
TEILSNSGHRLRISNSSARRPRSSSRRSTSRKKRTGSKKRRSTSKKRTSKRRKTKRGRKTNKTPRHPMSNRVFGGRCDNN
AGNSTTNDITNGTFSIMGGADDLDEYMQSRSDEGDPSYITAQKHRMLSLSAIRFNVPLPSLLSASSTRGMDRVSRPPPTP
DLLGSILQSQEVLLAPTTNIQIQSGGKILLKPKSQTGPNELLPVSSAKEKLSKTPHTRQNGLSHTEKSGQSSKSKKEKET
SSSSRSSHSNKSSSSKSSSSRDRGSTSSETSNQKIEKSSHGSGGVKSEPPEDQDQDEKQMNKSDKKSSAAALKNRRILIR
PVFNLPSGIQKSGSSSKDQSESQNVYDPFEPTEDDELSLHPHQEDLLYDPFQPTISDEEKEEKEKKDSSIETKEVKTKVK
QEKKGSKESSKEIKEEPVFDLDVDAMLDDQLDAATDPVLLVKTPLKKEIKQEKVEEEKMESPPAPPSSS           
>Cint_ENSCINP00000003190                                                        
CPICFEPWTNSGKHRLVSLKCGHLFGQKCVERWLKECHQKCPQCNVKAKKSEVRVIYAKKLKAVDTSELENAIKVADKVK
AEKREREMELAKVRMQYEMAMEECNRLKSKLFYKLLCILVIYPTQVLMDNQPTHPTTTSQQQSSNQTNNGKFFQLYKNIV
ITPSGGCRVMDFDKRSCQFVISQPSPRSRFMTGGFGVKRLSGMDFKSGCFTLLHQKVIKDLRFNPLCENQLLSASQDGTL
RITDMLSNSKVHEYKVGKPVWSCCWDTNNRNIIYSGLNNGSFMQFDLRNTSEAMSTMENTWSRCPVVSLYHVPPTANDKF
QGRGGLFSATLKGACFWQDTMESTEESTSFISNFKPTFLPLETGSCAGLCYNPSTNHCLVTFRPGGSYRKTTHLLGELQS
MVGTDGGKRISCNIVETFYGGQTHKMLTRNSLHVLPLNGGDTLLACVGDEPNKKVQVYDVNRNKLVQCLPCDNAPPLDIL
NTNISNRNVIAALTDTTLKVFALD                                                        
>Cint_ENSCINP00000004825                                                        
MEVADIEKEPVISEQEARRLEHLKEMEKHRGHDAMHLEMILILMVTLVVSQVALVQWKNRHPKSYNMVTLLGMWIVPLIF
TIKMLWFRFIVTWVIYTIVTCFVVLKARKKPLSGTTPRLVYRWFLILFRISYSVGVFGYILVMLTMMGVNIMFRIKPETA
MDFSIVLLFYGLYYGVMSRDFAEICSETMASTIGYYTRSGMPTKNLADGVCAVCGQVLILPTDQYDTSVEKVYKLSCFHT
FHDSCIRGWCIVGKKQTCPYCKEKVDLKRMFTSPWERPHILYGQLLDWIRYLVAWQPVIISLVQLINWSLGLK       
>Cint_ENSCINP00000005705                                                        
MKIESLASKKTSKQTVTGDCYSFNKNDQQDLFDAIQTSDDVLLIQEGVDLSTPELLFSCHQLQGHHNCVYRWSRCDIEID
WKSKLRRNKSPTYFPFMMKQGPCFNKQTVSCAVGKINKNKDFCLKRRVSCSLASLGNVQDGIGRKLAIILPSSFKFSDHK
GKNENSKAINLDVNLLFNWSVYICSFLGCLSFFTTQSSFLSRVIAAFQSLITYNFFVLGTWLLQSGYKINCIQFVANSML
FQLRKLLTKDVIAHLHENWMVLVFGFFVFFTLVVDVLKRANILGREQEIETTLSEILLNNNRWHSNDGDISQRWVQRLAT
PSLWLQPLVPMDYISELPVWRYTGRCVASSDDSDADHCSKEFPRSSKSWYQRQLRSATCSKQGSSCIARSVIRSIRSCLR
SRSPAMRRINNAPDGMREETSCSICLDNYKQHDHVCGLPCGHVFHHSCILSWLHSDQHCCPICRWPAYQVKSPEQPI   
>Cint_ENSCINP00000006511                                                        
MDHIQQANIECEFDSLDDIEKAVNVVRANNKDVLVCQSSDNNHRVIMLSEDKEALKASKRVFQDCLNSISDKPTQLPKQP
SLASRDNYIEVFKFVTKGGISVSVGNGNIALQDVDAIVNAANKYIENGAGVTGAIFRQGGWQFEQVCQKAMKRRHRPLAV
GEVVSVKAAGRLQCKKVLHLVGPQWYKYSNKQEAYQLLESGLLSVLEKSDCCGAFTLALPPVATVVYGTPLNAFVQAMNT
ALTSFETSYPRSTRVLNYIRILSIDQSTVSILATMFSFSVEKDRSSSVDPSSHHHHTSAQPLGGNDEDIDGGEVPMEIDD
VYDGHSSYKYQSNTQQSQQSTSQVTEKKSYAAAAKSSSHDTRAVSNIYENKVQLKQQTDEWKMTAEIFPQTASTEYMYHL
HISIPSLHYQDMYRKTAYIPNVEGAREVIKRIGKLVKAKKLFQLKYSADPVCSCKLKSLAFNMFGIKENYMENLQNELLE
LEKKEYQKPTEKESEKGKNGKKEQENGKGKESNTEKEDEKEQCAICLDDINGSKIKTLPCKHKFHETCVNQALKVNNLCP
ICKQAVGKVKGNQPNGTMRDRIDHNTHLPGYERYGAIVIDYNFPSGIQGREHPNPGVQYTGTSRTAYLPDNGEGREVLRL
LRKAFDARLIFTIGRSVTTGMENQVTWNDIHHKTNPYGGATGFGYPDPDYLNRVKDELKAKGIQ                
>Cint_ENSCINP00000006518                                                        
MSMKSVVSSVQNEGSYMITSGSDILNYLGFAKLNKNLRTEFSQRANIVLSVADDSVYIQYTMKDDEDPQSLLEDFDKFFS
NFSSQLVSGNDAELSKLRSLFNWTEDEEKIKLKIDSTVMHVFIRSTTDGVQITGQMKQVDVVVKEFERLLNLKTVTLPIC
ESYYKRLMKHEALNTLMVNNGKVEVACNSTDYSVTFTGSAKDVDQAELCFMRKFMCLEPIPVENQSVSVQVENLDFMKDC
HVQTELNTVQSCETQTTPMVGETSSTETQTKNIEFMKNCHVQTELNTVQSCETQTTPMVGETSSTETQTEQWQEPALVRQ
NTGALPASNKETYQTIAEKFQVLGREVFLKENAESAVLQKYYVDRHLYDFFILTHNTEELWAPFQCNDIHLIPIDDRYEI
TLAKWAKYISEWNSIATNVLSRIENSRENLCFVEREVTLCDQIKVDDLNQLIDQFMTDTTFFCGQRQHIQKIILVFICEK
KEWGEFMSAFRHFRKILPGSMKRVSKSNPQPNQTSSEVEGEKEDEKEQCLICLNDITGTKIKTLPCKHRFHKTCVNQALK
VNNLCPTCKHAVGKVKGNQPNGVMIHHTQQHIHLPGYEQYDAIVIGYRFLSGTQGPEHPNPGVPYSAAFMTAYLPDNGEG
REVLRLLKKAFFARLIFTIGRSVTTGLDNQIIWNGIHHKTHTHGGAMGLGYPDPDYLNRVKDELRAKGIQ          
>Cint_ENSCINP00000006521                                                        
MANDSCCICLDDFSSTLHDVKELKCKHKFHVHCIEQALKQKSFCPMCNTPVGAPCGNQPLGGRMTWSMNNRIHLPGYDNF
GAIVIRYSFSGGTQQHNHPHPGQRYSGTTRIAYLPDSHEGQEVLALLTRAFNARLIFTVGRSITSGRDNQITWNDIHHKT
RTHGGAHGYGYPDPEYLKRVKEDLRAKGIY                                                  
>Cint_ENSCINP00000008523                                                        
MSQNETGASCSSEGNIKSVVGVDGVVGGKVSEDTKNTKVASKKKKQKPNKQTNDEQRMNENEAEASSNQKARHSSENIFP
FHSGNPAVDVTNGVVHLYKSNYKVVAEEPFTHPDTNTLCMLAVPASIDAHGILEFTAPFINVIRRIRIIRDRTPSQYMVL



LLFCTSQDACNFYFNFNNQHFSSLIPEEICHLAFVASVEATSVYDETNGGFIPLSNSTELPDCMVCLERMDESVQGVLTI
LCNHSFHASCLRQWEDQCCPVCRYVQTPHAQSNNKCMVCGSVEDLWICLVCGNVGCGRYTSEHAQQHYIETQHNYAMALS
DNRVWDYAGDYFVHRLFQNKEDGKLVEKGGEHEDKVEGMQLECMYLLTSQLESQRKYWEDEVNKAEIQGVKKYEEINKQL
ETTMMECKGLGKKVEDLEKEKQSLKHRNQQLSNKFTETLADLSNERELNKSLVHNQDVWKSKVIALEEQSLKQKKEIDDL
REELRDVMFYIQASQTIEKEGGGMREDIRGGQILVGPGTSSGGDQKKRGKKKR                           
>Cint_ENSCINP00000010583                                                        
MPAIIIFRRFPMPSISVYSTASFILLSLSILWAHTTILEERENFLHPKPIVAANPETRNGENTCMLKSFLFLGVFTLMLD
EPVCLVLAVNATYCLLAIIVQIIQKLVFGKLRAIERQHMRDKFWNFVFYKFIFIFGVMNVQSLNEVIVWISWFTAIAFLL
LLTKLCKDRFEFLSFSPNTPMYYHWKVLGLMGFIISCCLLLTVSCVTKSFMFQASSPSYSDIHSITFMLAECLIITVKSL
HVIIRYCIHLYDIQHDELWERKATLVYHVDLSMELLSLSINFVHHLHMLFSGNIWLSMASLVICMQLRYIFSEIQKRLLR
HKNYRRVVANMEAQFPEATKEEIEAQEDQCAICWEQMETARKLPCGHFFHSPCLRSWLEQDTTCPTCRYQLDIRNTNRRN
VPVMLGPDVLNDTAPNPAAGARNQAPGVVQHRNHFWHFDGSRFATWLPSFSVEVMRSAHGAQAMGKSGPSNSQLDTMVRE
VQDIFPQIPAQVIRNDLQITGSVEATTDHILEGQVTIPTNPRLPTAPPVATPDNEHSTFQIQTPPSETDAASTSASSAPP
SSPTVVGGRFSKAPQEREQVLQTRRDELIRQARLKYLSNKKVD                                     
>Cint_ENSCINP00000010627                                                        
MSGGKVAVSSVSFTLPLSCQICLGKVREPVTCSNQHVFCSSCMNVWLDRNSRCPSCRVEISPQSPVKRIIGGAIEGGSTS
SVSRVTSRELRRARYELILKEYEDEVQQLESGNEKLERENNLLKEQLQSLKQVKMERNTGDEYFTYPKSCKRCAGIKDVD
VLLDMTKKLQDATKTYSKTKKELTEVKKINEVLLKSNDDLKRTNLRIREEVAVRSPMKFSRLTVAALESRLEASEKQVTQ
LQKALQKNDHYTEQLENEVANLKSDKKKEKVDEKQLHNPILVSILNEPQTESSSSLETTQTTNTPSSKLKSLTLVTPEHK
NVVASDADTTLYDSENLSQQENSMFSFSTDKSTTIRRLKFESTNEASLTQQTKCKNTDLLTIKDAYDLALDLSQTWSDEP
TENSPLDGMSDNGFMLSTNPPLTLNESVNSASQSSIDDEILQSWEAPNGAMMKTTIDAGGSRITMSHLSESEKDAFSRPS
SAPSRTFLLSGSKFSALRPLDSASHSNSNDFQPVKCISPLHGYSKLTKENARSPLQLVSPDEVVSPKNWVSNEVEEPNRR
ELLSRVNILKRNTSLTKQTSCTNNFAQTSVGENRRKQKLSQKRTGEVLIQDVLKSPKF                      
>Cint_ENSCINP00000011893                                                        
MDDSGASNSCVEDEIMVLQSIYEDKIKIQRDLDNKVKEVGICLYPATADDTSSQYLKLELVFSIPDQYPEEHLKFTFKSS
RGLSDEHLNKLKQQMMDLIDSHDEDVNLFDLIELAKESLTLNNIPCDPCPVCLLSFQADDDFLKSPCFHHFHDHCLLQYY
NHYHSNIEYFQTSTNPIDGPPKKKSEVPPGQVPCPICRELIEVDIDALQKAKEPVTQELSVENLEEYKRNVKQMNEIYER
QLKVGGIINLDAEKKKHLLSTIEQKAKSEALVAKSKQDAQTKVVGTNSSNSDDRKTTKVFPNPSKPNPHQSHHNHRMVPG
RKPFTKDTTEKYRNYNRPRRTYHEPRKPRNVENSKSPPWNNQPKPNKHRTNFNSSNPTSNPTKHQNHSGINKKSNFSDVK
TPPGFKPIRVGPPPGFKALEK                                                           
>Cint_ENSCINP00000012595                                                        
MFKIHPDAKCPMCGKVIPAEDVEVHFVMCLTKPRVTYNEDTLSVTLGECAICFEDLEEGESIARLPCLCIYHKGCIDEWF
KKSQTCPEHPPD                                                                    
>Cint_ENSCINP00000013703                                                        
MCRRQQYQTRVVHEGTKHFKHKSATKIQSTWRGFVVRKWYEELRRSHPPKNPILRKKFFEDKLAEITDRFVAETMGDTVD
RFLQDIDQSVQSSRNIFRHFENTQLNTLTREQWTDIELRATERGVTECPICLRGLADCRHSNETTAIVKNEPIALLSCSH
VFHATCLNALESFSMDNDVTNSYSHDVMTSTPNVTGPSSNLTSSNLMTLSNPDQPPDTPLSFKCPVCRSLYRKRIVE   
>Cint_ENSCINP00000014221                                                        
MSQNDFDSSVIEIPSITRRRSRIESNTSSGSGDVIIIESPTEGTNARATRRRRRSATSSQNEIVDLTCATETSSVSVDLV
DLTLTPSDRSSNSRTQSRERTPTTQRRSRPLSSIRRSNPSQATSARRTDTARSSMASASRVMIPPETPTVIDPRFQNLPE
INCPVCLETLKTILSQGNEIRSTVCGHVFCHNCISLAIRSSKKCPTCRRKLTLKNVHPLYLTIT                
>Cint_ENSCINP00000014748                                                        
MLLLYIGSLIVCSVKFGSKHHRRNQDNKPKMASSGQNTPCHNSQPWTKKVLCRYFLHGACKFGSECSYSHDTKAQANMVC
RYYQSGHCSYGDRCRYDHIKPDKGRKTIKAKYPTDSIIIDSTKYENSLTGADWANAVEFVPGKEYSPRTSNTYSSALKEG
LESSTSTDKYNDLCPFALNGECVNGENCAYVHGLLCDMCCLYILHPSDVLQQEKHKEECIKYHEEDMLESFKVAESREIA
CGICMEVVWEKADEKDRKFGILENCNHTFCLDCIRKWRSAKAFNNTVVKACPQCRVSSSFVTPSERWIEDKEEKKKLIQG
YKDHLSNKACKYFDQGRGKCPFGANCFYLHAYSDGRKQDRSKIQTRNVVDSNGRAGHLDLNTIWDMLGDEDSHAEDHARL
MNLLDDDADLFDLFYLLGDDTMSSGDEYSFEYPYHYNGGEDFFTDSD                                 
>Cint_ENSCINP00000015547                                                        
QKGQSKRTKGNAVPSSSGRAATSFSQLQGVVGFASFSGDLGYVPVLKSIEDDSEGLVSPDFRVALCKLTKRDVTTKLKAL
TELRQLIEDNESETSVAILPYWSRIYNRLCEDTDRRVRESIQQAHHNLVCKVGKQIAPFLKGLFGAWWIATCDTYALAAS
AAHRAFVAAFPTTEKQEKVLDFCHVEIMGAIKCNVFQSQQDAKDAEEMERITSVGLAGLAGLISAAKSMEKLEELIKEGF
LANSRFWKLPKHKSSSIRSAFYSVITSVCDKEPSLLQEFLNQACKAVLSNLNEPSSVVCASLWLAAEQLVLKFPNWHENI
DIRKGFLPAFWGVIKSGFQGNAKIICPHVLPVLGCFPDSLLVFPIYKELLTCFQVSLDVDSVRGSLSETRAVVTSMMECL
QLAVRKSIETSSEPDLEIVNYALNEHLIPIFKKSILDPDSNKYIPAPLHHQVVELLGTFSQKANTEIPKQNCYENISSLV
WKNISHFFSELTLNEDKGKQFFVAVLKFLAQVKAACYGLNEFENTVSAIRKPGVRFSEDISTSVAEIKINKANAHVVNSH
LFKELESSVNVVLVTIMQSQLPTDGKVFRASLILENFSTVSLFTKLFHSLNESSMVTGETDYILQCLQNNFLPCISQIKP
KEPESEKHCASLLYSCLKLSGQKAATVLQDIFASPTIYGVGVCTLLANDILKPNEEVTPQWVRRSFTEDGSSFITFIFNA
VSSEPELMKENVWALLSSTLLADSPIFDMKLNFKIFQKIVKTAENCEASDCDMNAKACLLMTQFVTSDVFDTQYLSQFKE
LMLPLFDNLLHDAFYRKADSLQGFKGIIETLKTSMTREEEIKDFTTACFNKYVSYVADTIIELASNENLNKILPNVKEVV
DILAASCALLADNQFCNFLAQLLPNEETWLQNRDSMTSNVWLDTTCLAIGPIHSTALEENKLHAEYICLVDAFNQVLSQV
IQTLQKTEQTNKLCLTYSNQHVKQLCVEALLVESHTIHSEKNDLINLFMQDQAWCKDMLFTLASNSIQTGRAWLSSNYSL



GSSSLLNKLNYANQNLTDCFSSTIISIIFMCDSKHCLTALLNWILPKTLSFSDSFNSIFNGKFVNEFSILVHVFKKLLSF
PDTENMLLSICEQIIEQLIVCKSSCSSVFLFDTTLTDNIHQLLFNSVVAQFFECAVQCSPTNRTSEFWDFVQCSLVSWLE
SICLTFEVKNFENHNKFQHHLCLIHAVSSLFLTLDNFLTAPTTIEHPTYPSSLTREWHEFFQPAAHSTLVPIFCAISLKT
LIQFTTIFPLFQQCLRNISTESIISATSRLTAHMAADSDLPDETQTLLHHLSQALEPRNNSHTTQCIAYNLLCKVVENIF
QNTDGVSPSLKPPRSLLRVLNLVSGQTNQFCSLLEEYFSLDGLDFHLAKLDDHPNIFYSTILAYLLVWKILVKCMHPIPA
DMKSQFISALKDSGFDTDNLLSKLLKLMPFNPYRTVENKTLNMFSCEIDFQAASKHDFMVIHHIACSLFKDLLTNLPVLM
RAWYNDLGKVTKSAVNEYTTKHISGVICNKELKSICVSQNQDDFDVVARPASKEVVATYQITDAEFVISIQLPTNYPLSP
VQVNTVRKAGVKATQWRYWILQMTMLLRHQNGQILDALYLWKEKVDKRLHGLEECMICFSVVHGSNSQSLPKLQCKTCKK
KYHAECLYKWFDTSNQSTCPLCRTPMM                                                     
>Cint_ENSCINP00000016318                                                        
MVSVPDCLERISAVLQLVGRLENSTGSPPASKRTVANLPVIVVNKDHTGDECQCSVCMEEFEVGHNATKLGCSHVFHVHC
IKLWLELHSTCPICRKPVDEFPCRPGTTNVPMTSQASGSSTSNEQPRFYSDNFTPFYTYT                    
>Cint_ENSCINP00000020480                                                        
MDEDENIKVIGVILRLPGVFMLELLYMEALTLKNIIGFNDILNIDFVLYVIAWLLVVLPIKLLIKVYKNCIAAGCLVASH
CVFYKLLIQSQVIVHMDDYGNLTPSPTWNGSWLLLVTNSRKNTETCITTILLQTSLALLTYKLWDRKPPFVGVVMWPILS
WLTGYFQPSVLVVLLQTMSYFALAGLLFCLFNSLVILRNHLRQFLLKCRMVITIFGWQAMLTWAREEYQIQHLLVTCWLL
RYFIQAYTNIHQQLNISNLNTDLFNHINVKVVNWKNAHIVTTMFMAAVQCMTTTINLFGFVCIVKEVIKLQYFIIRSWLH
CSFHNHPPDPVSDPLTGTIDGITFLIMSLYTDILNTDLEGRFLILIYILFTIASSQFQSIFNIIDPILMTLATAHNGTFW
KHLRTVMLATVLLFISGVLSYISFFTMSSTFWVFIIAYNYVNTFSLMLGSMSIYLVLMIDYHTLRGWQSLDDVMFYIRGA
CRAVEFIVTLCMCGYIMMTFYMEMTSAAGIVMLAAYTYYCIVQRGGKGWKIWMMRRQASCKVQSLPRATKEDLRNKSDLC
PICYQMMESEVRVMHCKHYFHENCLKKWFYIQDKCPLCYAQFQSVAF                                 
>Cint_ENSCINP00000021924                                                        
MIRLTHLCIFLMVLLSHGIMGLSTDESSRSNSYYGAFVQFQYKDSHVGSTVTLGSTDPLDEVGRYGFHSPIKNISGQIVY
AVTSNDIRDGCKFNYGSVHLPSPWLALVSRGNCTFAEKIDNAAKWNASGIIVYDLEKNTNLETMSHADSTKIVSVMIKYG
LGISVGNLAQQGTKVNCFVEAGKEYPETSGFQLERTSIIFVSVSFMILMLVSLAWLIFYYIQRLRILQAHNRGMRHRNRL
AQRAVMQLKTRTIKPNDEIVSTESVCAICIENYKTAEVVRELPCRHIFHKKCVDPWLHTKHTCPMCKINIIKTTGNCEDN
DSGHFNDGALVSVNSVNQDMEMEAIIATEPSPPASTTTTDDEQAQSTSNFTEPKTSEQQQEHLAV               
>Cint_ENSCINP00000023283                                                        
METRNFHLFFSIFLSGLSSSHGVVVAYDRFNITEQFSDYPAEFGTSVGPDGLDGILMAAEPLDACKPVKERPYPASTFMP
NITFNAFALVIRGGCDFALKVLNAQKAHYNSVIVYNDVSNDIVRMNTNQPDIANQIVIPSVFVGNDAGIILSQNYLYNNK
NIPIIKITGGESPFSLEYYIIPFVTVLATCIVVLLLFMFVRYLRDRRRQRRNRLSRRRLKQIPTKQFKKGDEYDVCAICL
DDYEEGDTLRILPCQHAYHCKCVDPWLTSSRRVCPLCKRRVLSDDESSESESEYDSDEERAPLLSQSSPDSSPNSSRRAT
GFRANPLTFTNSSASSYMEETDSSDEDHALTPPASLSTLHGTDATFVSHPHPVDRNVSSPAVVMHTDVSSSPEVRSSLEV
YSCISGEDSLASSFRDAHDVLVVQHGTEQDPDQQNTTVT                                         
>Cint_ENSCINP00000023621                                                        
MGLCKCPKRKVTNLFCFEHRVNVCEYCLIDNHPRCIIQSYLNWLKDSDYIPNCQLCDGSLLEGEVVRLLCYDVFHISCLE
KHFRNLPLNTAPAGYRCPACETKIFPAPNQAGKVVEKLKEVLSKYNWARVGLCLPLIDESEMTKFNESEIIEDMEDDTLH
GSIIPTHTTDTTSVSFNTTTTNINTSDNHTTYIRQDYRQSNNNDRNSINEAFSPPLIQNKSKIKDNPTILSMEENLPSNM
DFKAVPRKILGASSYHPFGGQSLDGSDPDGVDKYKRRSALSWLKRWLRSRMLRSRHDTRLMPRKAAVIFFIIFLALLTFI
VFATKVGRGNNDDPSFDPMHNPNIHVARHVGELQDPLIGGDPLQAMQPAAGGR                           
>Cint_ENSCINP00000023988                                                        
SPNRRPPSPNTDGVSPYSPEATAKKVNRVLKARLYLLQQNGPNSFRIGGDSPEHKYLVIIGPQSCNCGRGLFCIHVLFVM
LRVFQLEPTSTLLWRKTLKNYEVVETLFKSYHERCNSRISPKKKSRVQRLVSHLASGTDKHADTSSNSDDQCSSKGEEEN
CPICLLQMVDGESVTVCEVGCRNKLHTHCVNIWAEECRRNGGSLKCPLCRIVWKPADTPGGTGIRPLMVEIPHEYTDLAD
TWTQVAFGWEMVSCLFSTHPNVRENALRRLSHDITGALLTNSQMSDTNDDRTSDDSDSSMRGAVGGTSSSLSSNAYLASC
CAILAMVCSDPEYRVYITALRTLRAMMAYTQCRTNNDVTAFQRLLAPVIETILFKCADSNRRNVQLSVSTVMELCRGQSG
ELAVGKEMVSGESLGVGSVGFLLSFLDFGGSPDTSSWQWMLGRLNALGELCREFKSELSIRFVVVGICVEGMDSTEAQAL
LCVARFAVSCMNNTSQPRVCKMARRVFLQSSTSSTSCCEDFRRASERRLSVRELADNINRKQNRLAVANRGEKSKKLDSA
PIGGFRKYSNDKSPSSAPTDVLKEDSVKPAPKTKQNEEPLAHSRPLALKAAIERRASSGVSDGFGATTDSGVGTDSSYKG
SIGIMSSKSSNIQHLTSPESETSPEEIYGKNTQRKKCDMASGEDSSGPSIKRPVRPKQLRRPTAGSSRKPRALLHYHQQS
RRHRTPHPEDSDHYINDPDSPMATRSMEEDIPSTSASLVNRCPSAPAAALLHSTLEVHSIHDEEEGIDETSTASDITWST
KLEMYECKSKQKSQLSSSVEDLLAESDHSQAEKTPVTFKSEIGWYIGDALESYEADLAMQCSCQMQIEEEEDKLFAHTLA
VSYIQDALPMVPHLSYTEEEPDIVRVQDEVKCTDIQKEYKENNQWCKGAQIGLGAFSACYQARDMFTGTLMAVKQVNHVR
CSAVEERQVLAVITEEISLMRRLSHPNIVRLHGITKEGPLYNIFIEWCAGGSVSTLLSHYGAFNEAVIMNYTLQLLRGLS
YIHEQFLIHRDIKGANLLIDSTGQRLRVSDFGAAARLASKGTGAGEFQGQLLGTIAFMAPEVLRGEQYGRSCDVWGCGCV
ITEMASGKPPWEADMHSNHLALIFKIASSPTVPPIPDHLSPAMKDLCRRCLQANPRDRPTAMQLLKHPVFIRW       
>Cint_ENSCINP00000024214                                                        
MHDLVHPVLINLSAQVNISMKRHVRPLLVAFILLILPVCFSIWLVKTKPISTWLIAVTAFSIELIVKVLSTLLLYSLFAA
DARMNHKPWPHLDDWVFYVQATGHTVEFICGCVMFVNGAYVLIFESGSALRAFMMSMHAYVNIYKSAREGLKTLYNRKTV
NARIAKLALPDEECLLNHGDDVCSICYQSFTDEFGEVRITNCDHLFHSTCLRKWLYIQDTCPMCHQNIFKEVKTE     
>Cint_ENSCINP00000025539                                                        
FGDECKKMMKARKDRPLTPGEVVSTKACGKLKCKRVLHMLGPMWYGITDHIYEENASLLLQGLENVLKVCEEHKLASVSL



PPVSTGIYGGPLDVFVDKFCEAVLKYQVKTGGHPTVKMIRLVALDNYTVDDMRKYFASFTASKVAVGSVASIQGHGVVAE
EPRSMASKTAHDVVSNVQHGGTSIPKHGVVLEEQGGMASLKPSGVASSEKYSVVSEEPHGMAAKEHRHMKPHGVASNTVN
GVASNPRRDVADDATTTRKVDKKRKEGKTETRKPTDTTEGRARVNSIEEKVMTKVPTSQVDVNGNTESAECVICQDTEDG
NSVVLNCNHKFHEACINRALAVKPVCPCCNTCVGKPQGVVLEGATMMHMIEKTSLPGYEGCNTICIVYNIPDGTQGAQHP
HPGKTYHGTNRVAYLPDNEDGRHVLGLLSQAFVAGLVFVVGRSLTTGLDDSIVWNDIHHKTHHTGAHGYPDAGYLQRVKE
DLRAKGIE                                                                        
>Cint_ENSCINP00000025836                                                        
MSFRGNCVICTDYFDTENDISVTPCGHLFHALCLNTWITTSTGKKSCPQCRTHITMKQIIGKIYLNQPHEEQNELDPYVL
KNKVDELNLNLKKKEKEKTEFKENLTALENVKDTLKKQIKKLKQQLTEERNKLDILKTSMNVMKTEVSDARLCKEETKKL
RHRLRTLEKLEVVLTGQQSEVDNMMEQYTGGSQSAGTKQLATFCIAMKQEYELLKESKNKMSSDLMKLRRDLHRKEEILL
KKHDLVEELESANSNLRSHEESLLQENKSLKHKIKALQMAISSPSDTRASAVSRLIAESPAPEFLTPLQNSRTGNRDWSS
EEPILMKNP                                                                       
>Cint_ENSCINP00000026226                                                        
NYNQHLSATSRQIIFSQDETECMICMTDAPPGETVILQECLHAFCKDCLENHIMLNNNADVRCPYMDNDYQCESQIQERE
IRALLIPDEFEKYLSRSLSAAEMQTSNSFHCKTPNCIGWCECVDTVNTFKCPVCNATNCLNCKAIHEGKDCQQYQDSLKT
LSANDKKANKTMEMLKRLIKSHKAMHCPKCNVVIQKKDGCDWVQCSMCKLEICWVTRGPRWGEGGHGDTSGGCKCKVNGV
KCHPTCVNCH                                                                      
>Cint_ENSCINP00000026462                                                        
LNRGYFMHPTFRDYTSRFLYGCSHYSRKCSFVSPCCGKIYTCRICHDDEITLHNLDRHSVKEIICSECKEKQFVSNKKCG
IQFGKYFCSICNLYDDKEKGQFHCDGCGICRVGGKDNFFHCHTCGLCLPLEKREHKCVEKASRTNCPVCMEDLHTSRENA
HIPHCGHLIHNSCYKKLLRMGDYRCPICGVSTVSMKNTWTMIDEEIANTPMPPEYADHKVWILCRDCQEVSEVKFHVLGL
KCMKCNSYNTCGA                                                                   
>Cint_ENSCINP00000026613                                                        
MDRGIGGVPYHQRRYNDMNYERPRQWWNNETKRFIQNHGHDYYRSQYSRTANQRTNYRHNHGNFDRQQRSSSSLTPRASY
TRQNSVRQPIPWHNRQGFQANSGLQNRHVATHSGLRLQHYTSRSRNTPSTTNQNYNRRPQYRRNGTNDQKLRDPQATLPP
YKREPTAVERKRGISGDITETTCAICLDEMDEMEIKRLRGTFEPTVTFPCGHSFHGACAEAWVASKHTCPLCRSFVPPER
LSRDFSAYR                                                                       
>Cint_ENSCINP00000028111                                                        
LFSEYERQSLNEVIVWISWFTAIAFLLLLTKLCKDRFEFLSFSPNTPMYYHWKVLGLMGFIISCCLLLTVSCVTKSYSDI
HSITFMLAECLIITVKSLHVIIRYCIHLYDIQHDELWERKATLVYHVDLSMELLSLSINFVHHLHMLFSGNIWLSMASLV
ICMQLRYIFSEIQKRLLRHKNYRRVVANMEAQFPEATKEEIEAQEDQCAICWEQMETARKLPCGHFFHSPCLRSWLEQDT
TCPTCRYQLDIRNTNRRNVPVMLGPDVLNDTAPGVVQHRNHFWHFDGSRFATWLPSFSVEVMRSAHGAQAMGKSGPSNSQ
LDTMVREVQDIFPQIPAQVIRNDLQLTGSVETTTDHILEGQVTIPTNPRLPTAPPVATPDDEHSTFQIQTPPSETGFATQ
AAASTSAPSAPPSSPTVVGGRFSKAPQEREQVLQTGRDELIRQARLKYLSNKKVDKPA                      
>Cint_ENSCINP00000028441                                                        
MFGIKENYMENLQNELLELEKKEYQKPTEKESEKEKNGKKEQENGKGKESNTEKEDEKEQCAICLDDINGSKIKTLPCKH
KFHETCVNQALKVNNLCPICKQAVGKVKGNQPNGTMRDRIDHNTHLPGYERYGAIVIDYNFPSGIQGPEHPNPGV     
>Skow_NP_001171776                                                              
MGLCKCPKRKVTNLFCFEHRVNVCEHCLVANHNKCIVQSYLHWLQDSDYDPSCKLCNQPLADGETVRLICYDVFHWLCIN
QYAKELPPNTAPAGYTCPTCQNGIFPPGNLVSPVAEQLRQILSQVNWARAGLGLPLIQESVEQDHHDLHDMTDSAPSVEL
SSNNTSVLDERNISQTSSQGSSSSNGPIRTTYSSVTTINMEETTPHARIPKDSSMMSSSHNTSMLTPTVSSPRKIYDATK
EDKVLDMSHDHDADKYKRRTAIDWLSRWFKSTTKKRPKRDANSSFRKFAIVLVFGLIGFFTLVIIMTRAGRSAANDDPFL
DPMANPNIRVARDVAGAVGP                                                            
>Skow_XP_002742475                                                              
EAKSDEDNNCPICIDTFTNPKTLPCKHRFCKECIDHAEKIRGPSCPVCKKPFGLITGNMPKGTMNNYVMRSSLPGYQGCD
TIKIEYYFPSGWQGANDPSPGSSYSGTSRTAYLPDNREGREVLRLLKLAFERKLTFIIGTSVTTGCNNTVVWNDIHHKTS
KYGGPSG                                                                         
>Skow_XP_002742350                                                              
MQGIHGIAHQPAQSYIKLKVLAILDVVLRVPSVFMVDALLNYQIPLPWHTRPVLAVILSIIGLVLASVAFFLSIRVLLKF
YGAVIAISILGTSSWWNQVFIGQFNEAIEESQSVRDFIESSDFQMYLFVQLAYATVFTVTIRTQHFLITEVMVFTAFLFP
MIVRLNLPLDLEETNTSQYAVYTFSQYFAVAAPMLALVATVAMKISWIYYTTKYSLMLVKHIIRNYGLQIFLEDQWQRLH
VPTVLRVFWLSRFALQCVFLTIMVMSQEEDKFDLLNAGKVWQIFTNLMISGCDSTLTVLGMSAVVSSITHHVGIFIQSII
GSNVDEEKHMGTVSAILFFILALQTGLSGLAPEQRLTRLYRNFCLLLTAIMHFVHNMVNPVLMSLSASHNLSVYRHLRVV
SVCLILLVVAPWLMIHLWSNYHISTWLLAVSAFCVEVCIKVIISLMVYSLFIIDAYRNTFWEGLDDYVYYIKAFGNSVEF
LFGIFLFGNGAWIMVFESGGTIRAVMMCIHAYFNIWQQAKSGWKIFMNRRTAVKKINSLPEATLDQLSDRNDVCAICYQD
LITARITPCNHFFHSLCLRKWLYVQDNCPLCHSDIYQTEKPDDAPPEGDVNNANDDQMPDNENLHHRHVHLPEGAVVPDP
SNPSPINSNDQENNVPRSSQNDHEHLD                                                     
>Skow_XP_002742349                                                              
MEQDRVQDRLKRWANALVRVPAVFLLEILYRVDLVDVLQAEAEVVKWTFIDISYVATVMKILGYLSAFMAQILSFQQLLN
LYAYMFTGVLLIGAHYLSNNYIQMELESGYHGFIFTDVDCSQRWIKFTMAQLCIILSCTQLMSCEKYWTFTAYLLPLILR
AASIIPLSELRTVHTFAMAFTTLQLTFFMIKYIFIPYDLAMAGYHTLQEYMEIYGFVSVVLAMYSRLFVPIVYLIFWLIL
FCIQLYSYFSNKSHPIFNENWVIVLLAAIADCCDTPWSLVGLCYTVSYVAYFILTMCKVYLQGIEGFVNHNMLHRGWTEG



ITLLLLSLQTGLLEMKRVQRIFLLSIVLFVVFASTVQSMHEITDPILMSLTAAHNRNPIRHLRVLTMCVFLFVFPLYMTY
LVCTFFDPEFWLLIIVSSCILTSIQVLASTVTYALFMIDSHRREPWENLDDIVYAIKGFCRILEFLVAISVLLYGGMESF
YSEYSMIGAAVIIVHCYFNVWQRAQMGWTSFLSRRDAMRRVSSLPLATQEQLDQHNDVCAICFEELLNARVTPCGHYFHP
LCLRKWLYVQNKCPLCHRPIVGVQLNETTPGEENLYNAENLHFEDVVRNVDDVVGNHGER                    
>Skow_XP_002742330                                                              
MATAAPAHNPERLLNEIDEQLLLCPICYSRFKSPKILPCFHTFCEHCLDEWVGTNNGKLVCPTCKEDTPLTSRGVKGIRE
NRFIADLLNLVSDIIDISNDAQCENCTNVATIWCNDCAQFFCDDCKPIHTTVRALT                        
>Skow_XP_002742292                                                              
MGNCLRSVTSDDISLLNGGDRSPGAESLGPPPPYQEEAPVYYPSPNQRRPANQLTEEEQVRIAQRIGLIQHLPTSIYDGS
KKNRECVICMSEFVYGDPIRILPCMHIYHLDCIDDWLMRSFTCPSCMEPVDAALLTSYDSTNTT                
>Skow_XP_002741845                                                              
MASYYDEHDCEPDDSGVHRNLDLLQFARMLVENSDMLDFDLDLDFDGFTLPGERRAPPASIAVVQALPSIEISAKQVQMG
KKCPVCLLEFDIHEKAKQLPCQHQFHSGCILPWLKKTNSCPVCRHELLTDDPDYEEYRKQKEKSKEKEARVESLHNSMYT
>Skow_XP_002741513                                                              
MVDIRPHLEEHIAAEPKPTIDLSKLTDKERWRLEHEKLHAKHKGHEAMHAEMVLILIATLLVAQILLVQWKQRHFKSYTM
VTLFGMWIIPIIFCIRLEWHRFLFTWVIFSIITSYIVYRATRKPLPGTTPRLVYKYFLILYKLSYGLGIFGYLVIMFTLF
GFNLVFAIRPDKSMDFGVLVLFYGVYYGVLGRDFAEICSETMAAHIGYYTKNGLPGRSLEPNVCAVCGQSVYTPSEHEEV
IENAYKLNCHHVFHEFCIRGWCIVGKKQTCPYCKEKVDLKRMFRNPWERPHVLYGQLLDWVRYLVAWQPVIIMLVQGINM
GLGLE                                                                           
>Skow_XP_002741316                                                              
MAASCWCLKRLGEKIGDLSYIPLPSGIEVTLGRGLDVTVQLLPDEEPLMISRKHAIFQDNDNTWTVVDNKSINGIFINGK
KIKPLKPHQVKENDIVQIGKKPNEKTPPEFVFKFIEERHTPQEIQSVFNKKKQLQPNKPANKKNGVKRKSCDTNTESHTT
RKKDCKLSGAGEPSTKRYKIQNSQEPGPSNISENSRPVPTVGSSSPTKGKKVNLSEKQLQDMKNKLKEQENLAEVKVQEA
EHQLLRMQSVLTANENAKVQLEEKLKLREQEMLKEVEEQKERLQAEKELLQKQMKEFMEIQLKEKEEKMLLELKQQRDTL
QLEKKKVEESLQKELQVKLVEKDKDLQVTLEKQKEKLEEIISRKELEYTVLESQLKESKMDKEQQELSIQKAKEEAIQNV
ADVMEDELQCSLCYELFVEATTLSCSHSFCNWCITEWLVTKKHCDCPVCRAKVTSRNKSIVLDSYIDKMVENLSDELKTR
RLELIAERKKNTQDRGAHKRSPKKQSDSHRTGDETTTISARTSGPATRSRTHMVVIDSDSDDDDDDDDDDNNNSPIDISS
DNNSDEFGENSDSSDVEGDSDAIYGGYGRCYVCGSTGHWAPGCPFR                                  
>Skow_XP_002741202                                                              
MGAKPSTSNPRLRTYSGAGPSGGSTSSTTAGGAGVFSFGQHHNIFGSNSSNPRGRARSLGSVQNGLGQQNMHGLTISGNG
GFSPDSDSSSPDVEASQLFAVQAAQSLPAHLLSPTFLTGIKCPVCSKFVPPDDIECHLVICLTKPRISYNEDVLTTDTGE
CVICLDDLQQGDTIARLPCLCIYHKSCIDSWFEVNRSCPEHPND                                    
>Skow_XP_002740241                                                              
HLIERSWYAVTETCLAFTVFREDFSPRFVAMFTFLLFLKCFHWLGEDRVDFMERSPIITWVFHLRVAALLMFLGIIDAFF
INHAYYSTITKGATVQLVFGFEYAILLIVVVNVFLKYVLHTIDLQSENPWDNKAVYLLYTELFLGFFKVILYMAFMAVMI
KVHTFPLFAIRPMYLTMRAFKKALNDVIMSRRAIRNMNTLYPNATPEELSSGDNVCIICREEMVSACKKLPCGHIFHTNC
LRSWFQRQQSCPTCRMDILRAPIPTGQQQGQQTPQQQQQQQQQANMMPGQGPMMPQFPGGFPMFIPPMVPGQFPMQQQQQ
PSTTQPASSTTATPTTSTSTQPTAVPGGAATTYTMPGSTMAGFPGISPYMMPPMFSPPFTPPPMPPANFAGMNDEELRAM
EGIERSHVEARVQCLRSIHTLLDAAMIQIQQYYSLMSTMGPQANMYPAPASASASAPAPGVGTTPAEPTKQSDSVKGETQ
AATSEKPSSLQSDEDLSDLEGAVGFTPVEEVIIPEYHDEPVDEIDHQEIRRRRIERLESETNLAALDKESETK       
>Skow_XP_002739700                                                              
MVGKTSSSLLYFCYTATILRLSDHNLEIELGRRKFPRMEVIPERKTSYLTDKSWSMLVKKISRFGIRTGIFDCTLDSRFC
KRKGWEKSNVIIALPLGQQPKDNVAIITYDGPSKLQPLLDWINYRLSSRIEIISSERELKTQWIEQTALNKIILVSHMNK
SPMFFSALSVKFSGRFKFGKYTLKDEDYESFQQNTGIKKFPSFLIVMPESTFEYGERDGEFQTYKSMEIFLKSFHPEIND
VFLMSLVLVNIICFMDVFLVNSTLARRFLKLFWQLGKYNVVTIILWIPLLRIVQLNCMENVCKFGYKVMRLVSQTELACC
IRRDWIIYGGYTTLLVISFLMYGIAVSNIRKIFGFSQPSADDNMNISEWWNQTMQQCYHLLIRTSPTFRTRGPNDVHLME
NGLDLLIERLAVPDLWLNPLVSNDYICDLPVWSYAGMMCQKYNEAKTASVCRCSVQQLKINNGNEKETSKGPCCHSNCIM
QPEDRDEKKETEQCVHNLDCDHTDMKESNDPNSHDAQQPQPPEGMIISQECAICLESYDTESILCGLPCYHTYHHQCIVV
WLHGHHCCPICRWPSYKSKGFKCPEHMD                                                    
>Skow_XP_002738271                                                              
MQGSRQPNETYIDAECCAVCIDPYKSGEVIRVLPCKHLFHKACVDQWLVEHRTCPMCKLNILKALGHDNQDSQESLAIQV
EVVTPGGSTNGNETEEESLGNDDQGVVFEQNNTQSEEPCQNAEAATTENLVCVWVPEEGFNHKICSTPNADGDNI     
>Skow_XP_002737665                                                              
MMLQASCTICSDLFEVESNVSATHCGHVFHEHCLQRWLNQSKTCPQCRADCFARNVVKRLYFNQSEEEAVTELDASSLKN
ELDRTKALLSQRNREKSAFKKTKDALSEEITKLTSQIGDLIDRVNKEEITNSALKKQLQLLCNKQDEAERARREAKELRI
KLQRLERFEAVMNETCQEVDDMLHNYGTGPHAVRDLTVYCCSLKKEFDNSKQLRRTMRDELEQTKRCLQVKNKALIEKTE
EVSSLQRQLALAEEDVAHSENENKGLRKKISILERAVESPSGTAGAISRLIMESPAPQHLKKPRLSGSHDSGDIEFNLIP
GNPDTPEIVKESPSIKMKSECEEFGVNYVKTTSLAKENMAQKQAAADKALMCNMYRNSSLFKKRPLLDSKESESKIRRGY
NGFGGHHTFIETTEFSAPSSRKIVRTTKKKMVTKPKGSSMRTLDSFVS                                
>Skow_XP_002736685                                                              
MAEASVENSNSRFFCHRCTREISPKLPDYVCPRCDSGFIEELSEDISEDSPNNSEQDPAAQFAELWSRAFLETFAAPGST
AGSGSSSNNVAAEDSSSSSSSSSSGENQDNRETERVERERERERRQRAFPGPGTRISFRRSSSRNDRARAIDVILQQLLG



GLGGAAVFQAGPAGFPIQMFNLHGNPADYAWGAGGLDSIITQLLNNLEGTGPPPAEKDKIQALPTVKITKDDIDHHLDCS
VCKEDFKIEEEVRKLPCLHIFHHDCIVPWLELHNTCPVCRKGIDGEDNNTKTNHRSEGASGRGGGGGGGGGSGPSVYDFQ
DEYD                                                                            
>Skow_XP_002736349                                                              
MENNLVGQGGRPYLYQSSSGRRYGRQYAYMTYRPISTFCETADNKEINVQCKKSEDKVKLVARKVELANLFTSFDKSNLK
MGKRDMKRSSSKVDGSQSGSGVSVGIKPGHSHAGVQSDTKVKPVKVKKELKEGARTKKGVSNSTKEVKISVELSSRGSRR
NGHLLAAGAASHRLPPLVSDSNSDEFEYTEGELSDMEDEEVLYRAADSWNGADDFFPFVHLQPPTNPFRLIVQSSYTQNF
MQMLFEDAILQMLALHPELQGEQAPPPATQDIIDTLPKVKVVKKQIDDEISCAICQCEYKIDDTVNKLPCDHLFHPICIN
AWLQKVFYTVIGIMTIQASTGSTMIPQADTAVKKTTGVLQSYADGVCIDNNDCSNGNTCWLHKCTYFLEVLPLELVPWKP
AKADAFPDEQTIQCAGELTLKENNMHYRMDDRDKQEWHLGQPMSDSYQHSDAVTRRLPLPYRPPPRSEWSRGPDYSCDGN
IEQEKFYRRSQFHDSLPQYSAPESSQRFHDSMPRHPPTESDPRFRDSQPRYPPKESDPRFRDSQPRYPPKESDPWFHNSL
PRCPPKESDPRFRDSQPRYPSKESDTRFHGSQPRYPSKESGPWFHDSQPRYPPTESDPRFHDSQPRYPPKESDPRFHDSQ
PRYPPKESDPRFHDSQPRYPPTESDPRFHDTHSRYPKESDRRFHDSLARFPPTESSSRFLANDPDRSRIHTLLSRNNNPE
MEDRRSLQGELPRHTSSSPRIYNDDIPSLLDGPPRLGDYQRMPQSDYGWQSTMSDYHESPNFDINREQYPRHSSRTSQQS
HNPERINRHDFKREPAEIVDRSLLPSRPKMPRQNYSSEQKKSNSSVVVDGVIIKKTGEKKWNCTVCQLNFSSWKDVSMHS
QNALHIANQHHEEKKSTARADEKGRKREGLSDKDGGYHKKQRLTCAHCNVLCGSEVDFQDHLKGKRHAASIEAIAFLEKS
KKQNQASSMNKQDVSMETSQTYCALCSLECHEKEAFEVHLNGIRHHLKIKALEKNTKTPTTESEKNTFDPERDSYLAMAH
ECGIARTDKVSSVDELKAYKRRVSLVDRLTKVIEITDSPDYDLCLICAKKVTPKNNHNEHLAKWQHTDEVENITLIKKWM
DLLKLMINPDTCEKAFKDLDAVENGLKGANHIPCTLCGVKNPRTKQTAKNRSKKHIETIKHISCVRIAMAVTGIGRAAQQ
QNGWKISLFIKGWIPYGLFVTVPAFHYTTLHHNLIRYYLEELVLQLQPLKEVDFVKQLKLPVLKEVNTVAVVNEESSDEE
KVHPKIKNPVGPQFIETHYLCIICDQLMTDKTTAFGEHCQTKDHVKAVELQIASKKADPTDSKTSNNSAVAMETGDEILE
DKSDVNTTQKDDKTAVENIDEDKRQIIDTGEKKSDKNCDTDACVEKLDKTSVTETGVEKLDKTSVTETGVEKLDKTSITE
TGVEKLDKTDVTETGVEKSDKTSVTETGVEKSDKTSVTETGVEKLDKTSVTETGVEKSDKTGVEKSNKTDVTVTGVGKSE
KTDVTDTGVEESDNTGVGKSDKTGDTSLSAAKDNINEENKSDTIKEHPIKNGTIDVAQDKETEKCAEKGDKNNTINVDKK
DKNGTIEVDQADKTDVIEADVKGPKVCTTDISNKGNKTPTTDVVDKEVTKNGSVNDGDTEDKTNVSDTEKKNGSTADVKD
NDDKPGTTDAGENEDNSSTTDVGDNDKTCTNDAGEDDNIGLHGDENEEKAGSSDDEFDYLTGDENDETDKGLMETASGEE
FIQPCFLCILCDEYVMDSTTGFGEHCQTKGHARAIEAAKKRERFPEYKKRKPLEKHAIEARDVSSYGGYIIRGKGRRYHH
HAE                                                                             
>Skow_XP_002735871                                                              
MACCSTVKTEDLDQNFLQCAFCIERLRKPKILPCLHTFCEVCLGQWVRKNVGKLICPVCRNEYPLPEKGIMGLPDNFFIN
NMIDFLEARKNGKAASSVPCHGCEKGAVTYCSDCTEFLCSDCSHAHRRLKVTRLHRQLSMEEYQASPHEPPVEMLRPVYC
SIHKCNEIEFYCETCDVPICLKCTVIEHRVPEHKHQYCRDAVEKQRPILEKLLHHAQEKIPTLEGALDNVKFVLQQLDSE
KEAAEERIREQKRSLVSTIEQKEQTLLQDLEDTYNGKKKILEAQQDGLMLGLGNVNSGCEFTENLLKYGNELALLAVKKQ
ALQRMQDLIKMELNPRPEENACIQFTPNDALIYGVRTQEFGTLLRGNAVAGISTVNAEIPQIATVDQQQTLVLTTKDRNG
KDVNQGGAIVTSKIRSPDGGVAMTKVTDNKDGTYSITYRTNKEGTYNLFVSVFGQQVKGSPFSIEASHPKKVCLEFGVRG
KGIGHVKEPWGVSVSSKSGDIVVADSGNSRIQVFDKLGHFKRDFRFCGFDKKFDPLDVAVTDNDQVVISDYANKQIIISD
ISGRMIRTFGSERLKWPWGVAVNSYGDIHVVDYEEHCLTIFDCDGVHLNTIGCKGHAQGQFRNPICVAINSKDDIIISDR
ENSRIQIFDEEGNFLHLFQAPGEEEGQFKYPTGVAVDSHDNIIVCDDWNNRVQMFRPDGVFIRRIDSDNDGLRYPDGVTV
TPDEKVVVCDYGNDCLKVFDCNSLMKPRSQVFVMLNEGGASKRVTTSMPRLFVN                          
>Skow_XP_002735833                                                              
MACSNVGTTSHKQLVDDINENVLLCAVCQERFTSPKILPCVHTFCEKCLKTWVEKNGGQLTCPTCRKSHIIPPGGIGALN
NNLFINDVLEMFSNVKIGQDMLKCEVCASAASFWCKDCVQFFCQECSVPHNVMRVTKNHKVITVEEYQELEKSAQRHLIR
PQFCPNHPDNQLVLFCDVCQVTACIQCGLINHNGSDHRMISMEDALKKYTPNLHHLIDELNKSVTSLKSGEEKQNQAMKL
FKREQVSEEKQIKQHAADIINRVKQEEQKLLTKVTEVCGKRDKELQAQLDHIELDLERAKSMQSYAVNCLYHGNPADILS
QKRNLEDGLTELGNKASLGQHEIGNDFKLKFKKTMPSLLTIGEITCERRESSEGTVEDSLPSANANTLEGVPVCNREVQL
SKKLSNILRHNANKFGFQLDKGGFLNVEDMLHHQHFRGYTIEDVKRVVTNNDKQRFALRNHPDSNLLQIRANQGHSVKVQ
GLELKRITDASEYPTVIYGTYSKHLERIKEKGLSRMGRNHIHFAPGMPDEVGVISGMRWDCDVIIVLDLEKAIKDGIEFM
ISANNVILSSGDEHGYISVDYFKEIRQRRTLLSSDSISDEALVVNTSYGKVRGVYVEHARVFFGVPYAAPPTGKYRWSPP
HRHVGWFPGIYNATEDPPGCIQKCTNFLANSCPNKPLMYILIVFKTSEDCLSLTIFTPLTATPTSMLAVMVYIHGGSFIE
RSGYTLIQDGRYIANHTNTITVFINYRLGALGFLPIVDESSPNGNYGIFDQRFALEWVKDNIVAFGGDSSMVTIVGQSVG
AQSVAIHLTTPRSQQLFHRAIMESCPLGGIRFLTKREAQIQASDLMTYLGCINTNELECMRSKSADDILNAQYSIIQNQK
LMDYTQPWGPYLDGNDIVKQIAQSFLDDDYQNKPIIMGFVADDARDSLYRLFPQPMNETQFSGFFSKMMIGKSTDIFHPS
ENNDYRDIASQLLLLYTFACPIKYISQHLSLANISIWNYVFDHPFSFDGWDPELTYCTNYSCHCVELPFLFHSVTLIGLN
YSNDEEILAYSLIQYWANFIHTGDPNNNNNNYNTRSKQENISANTLYWPPHETSKSEYVKFKTPKNIIVDNYFDDECELL
NSLTTHEIVEEGVFQWYFKM                                                            
>Skow_XP_002735294                                                              
MATIIPSTLERIDEQFLTCTICLERYKHARVLPCQHTFCEKCLTSWVKQHGGLNCAVCRQPWQAWASNIQQLPPSLLING
IVRLLEERDLKRVNRISVGKLVRRKLPTACLPWYDYLDYKQVGTVGLDVTWLDLIQISLLIFGIGALICILLILTVCLLM
LFGSLMLKLFAIILNFLTETTNFCWTVSTLIFNLALSVTLGMGTVWMVLFVVLNIKKSIRQLVNAAG             
>Skow_XP_002735082                                                              
MPVVNDVMFGRMPLPSLRTYSLISVLMVSLSLWYSHQVVLDRRVNEALQNIIADAEKRTQLDINEVVNTANEKSSIDEEG
LVGEYRFDASNFINKSDDDGGGVGGDRSSGVNDVQWDEQNELTGPTTEQIIKQFVAQWDVVNGETDSDGNDDNEIKDETD



EDVAVEIDVGEVVVELEPRSHLAQMIDVMMDEAWCVWSIINMAYCCLILLAKLIQHVVFGQLRVSERQHLKDRFWNFVFH
KFIFIFGVMNVQTMEEIFVWSTWFSILGFLHLLAQMSKDRFEYLSFSPTTPRWTHARVLSLLCFILLTCTGLMGVSVAIG
FQLGLHIFAFMTAECILLTLKTLHVILRYAMHLYDLNHDGLWENRGMYNYYAELSMELSALCVDMCHHLHMLLWANIFLS
MASLVICMQLRFLYNEIQRRIKKHRNYRRVVSNMEARFSPASAEELAANDDDCAICWDRMASARKLPCGHLFHNSCLRSW
LEHDTSCPTCRTSLNVFPGGSLPDSDDEVERPTVRPPAPRPRVIVGNRQPVLLRGRRMNRRNHIFHFDGSRIASWMPSFS
VQVTHTQMLGPQMRVVNSQLDNMVHQVHTMFPHVPINVIQNDIRITRSVELTVDNILEGRVEVPPIPTGDFTADGAPPPP
SPSTTPSPPSSPSATPSPPSSPSATPSPPASPSATPSSPPPPPPSEEQPPEPNGTSNMSLFSEVNPPTTSMATSTRTDVE
KIEEYSQCDSSGSVSEGATASDDVTSSSIGGVEAVSSRFSKSPVERESIFADRKKTLLYQARRRFIAKEERDVASKDAGE
KKNHNHHPFKQEVDHTEPTNTSNEDVKPNLNEGSSSRDRKRALALEAAQRRLNSQNVTHPHDE                 
>Skow_XP_002735032                                                              
MAEKEYNRPVLAGAQTDRAKKDKKSKLRKKSDVQTQETEENILTDVDIPLECAVCLQSCIQPVKLPCEHIFCFLCVKGVA
NQSKRCALCRKEIPIEFLNCPVLVKSCKDEIEPEPEVELEEGYQWYYEGRNGWWQYDERASVELEDAYKSKNRCIELLIA
GFLYVIDFENMIQIRRNDPTRRRRIKRDLRNAPKKGIAGIKYFPSEKNSSDDRQGDGDEETEDTSGQAPKGKKVQRKPGS
GNVDTMATRFSAMTVGENREEEEEDLVLLTDEQNSSENSSGDQAPGAVGGSY                            
>Skow_XP_002734951                                                              
MAKVHTHSDWEETVLAAESTVLIDKLPASSYIRDETGLFMYLTKILSSEMSELLSTRRRRPVPSGGESRSSSGSRRGTRN
TGGTNTPPNNHIPRINDRPITFEVQDLDELDSDSSSAIVDLTQDSEVVDLTQSPVVCLGDSDSRNRHRRAMHLSQRVNEI
DPNVVECSSDEDDLQILPVVLDVGMHTSPDGLNAGSSDNTTVDTSPVRRCITCPVCMDDEKQIKSNRRHLVSTVCGHIFC
NKCIVGAIQSQHRCPACRKKISMRQFHPIFL                                                 
>Skow_XP_002734949                                                              
MQHSPHYHHSGNPVDENDSKSESPSRKRRRLSHSVIDLTHSPSPPPTRPWQSNQEPQHRLSNSGRHGNPLHITGDRCNTP
GRRSSGGRSPVIRRQSQRYRERLARRYNNQSPLTNERRAFHPPNIPPRLSQPAPPPPHHHQQSQQQPIVLEVDQMSSVPV
SISFSVPQQTIPICSSQPFPACNMQYQPPQHHHHHHHHPGIPSCNPLQPPRHHPAGIPVTVCNAAHIPACNVTHIPVCSV
TQTIPMTPIYPQNTFFTAPPMHHYHPHPHPHPHHHHHTHLQQTTQFLPPQQPQRSPMHSVENDVEILSDRISHPQSHAGT
AQFHHVPSPIQHHPTPPLTPSPPLHMLQEPQVRPAPPDFPYMHNFQQHSYPARFGRMAYQQRRLTGRRWRPQPAVQHPHP
HPHLHPHPHPHAHPHTHPHAHPQPTQPSYPGLLHYLALLSNPPMVPPYGMEIDSEDGSETENYEALLNLAERLGEAKPRG
LTKADIEQLPSYRYNPDTHQSGSDQTCCVVCMCDFEQRQLLRVLTCNHEFHTKCVDKWLKTNRTCPICRADASELSSAQS
D                                                                               
>Skow_XP_002734860                                                              
MEDVAKTAFLSHKYDLAAQIYASVLVEHGNNDQELCLCLADALVRSGKLNESVDAYLRATRIGHVSPERLVHLVTGIVDT
ECKHLTLFTRHRKRDRDTPSDLVSCSMCNGLIHEPVTIPCGHTYCKQCVSQKQKSQTCGLCSTHVSNIEHSTFKINVGLS
RVFEKLFSEETRSRRIRAEGNRLFADGQLQAALDKYTEAITLVPTEHLLFSNRSHVYATQGKLQEALVDANEACKLKPAW
PKGYYRKATALIGLGRYQDAGVTLLLCLAVDHNYIPAKRELARVLHHILSPASSGKERPEQSSITGDLNSQYYTAQRMLV
TNGKFNFMNTIMPTTACICLLRKAKKRQPCYLLYAPVTTPCGHMFCCHCLDRCLDHSNRCPLCKDSLIEYLAERRKNITV
VMEKLIKMIFPNEYEERKKLHDSEMEALANISEIPVFVCTLALPSIVCPLHIFEPRYRLMVRQCMETGARQFGMCLPNSD
ENGFVDYGCMLEIRDVQHIPDGRSIVDCIGGRRFKVLERGMRDGYHTAKVVFIKDAKVEDEDELQQLKSLHLEVYEESAK
WFNGLNLIIKHQIRNHLGNMPACDDDPQEATHGPKWTWWLLGVLPLDSNTQMAVLSTTTLKERLIALRRALNDVSSQGS 
>Skow_XP_002734470                                                              
MNSRYNSKKLTTSPCQNSSTILAAVALQDHLSRNLSLVDPLRQTHLNRRAPKAKPKKVNAVVDSRLRKPTKKTDKTEEEK
EFVLDAKPHQLSLAQKLGIVESPEQPLSDDQWKKAKEKSNRRDDSKQPCVICKEDFGLVQQVLLSCSHVFHRNCLQAFER
FTGKKTCPMCRKETYQTRVIYEGAREHRQKSAVLIQAYWRGYVVRSWYTELRKTVPPKDPKLRKKFYEKKLQSITDRILN
SYDTRVDDFLSEIDRSVAASRDVFRHFEESSMRDITDDEWQVIQLKVRTIHSMYISYHLDRNYQFITERSMITQAQPRNA
VQRGHTECPICIMPLESTGLCTVSSQTTSHIRKTILLSCSHVYHLTCLNAFEELSLGEKKVCPVCRSGYQKLLI      
>Skow_XP_002733487                                                              
MKTVFMVAEKPQLAHSLAKILSNGQLNSRKGFNGACSVHEYTGKFQGEPARFKMTSVCGHVMGLDFDGSYNNWDKVDPAE
LFSAPVRRIEAQEKLRMPAFLSTESKGCDYLILWLDCDKEGENICFEVIDFVQPVMNRPYGREQTVFRAKFSAITDKDIK
AAMNKLVEPDKNQALSVDARQQLDLRIGCAFTRYQTKFFQGKYADLDSTLISYGPCQTPTLGFCVDRHDKIQSFKPETYW
VLQTQVSGYNNKTFSLDWERVRLFDKEVAQMFINIVKAANEAEVVNISQKEKSKQRPQALNTVELMRVASSGLGMGPHHA
MQIAERLYIQGYISYPRTETSQYPESFDLRGTLRQQASSSDWGSEVRQLLSEGISKPRKGNDAGDHPPITPMKGASESEL
GGGDNWRLYDYITRHFIATISPECKYLQTTVKFTIGTESFSLTGKTLIDAGFTKVMPWQAIGADEKLPQFNKGDKCAIKE
VKLTERQTTPPDYLTESELITLMEKHGIGTDASIPVHINNICQRNYVSVGSGRRLIPTTLGIVLVHGYQKIDPDLSLPSM
RSAVEEQLNLIAVGKVDFNTVLKHTVDIFTRKFQYFVTQINGMDELFEVSFSPLAASGKPLSRCGKCRRYMKYIQAKPSR
LHCSNCDETYSLPMNGTIKLYQELKCPLDDFEMVLFSTGSKGKSYPLCPYCFSHPAFQGMRKGMGCNECTHPTCQHSVNL
LGLAQCFECEDGILVLDPTSAPKWKVACNKCNVIMKLFEDAHRVTVSTEDTCESCGSNIINVDFNKAKNPLGSDQTQHSG
CLFCDPIFIPLIETQHARSASRGRGGRGRGRGRGRGRGRGRGRGRGRGRMAEKEEFIEQSELAIAADVEEQYTAPPRGKK
RKIEEDAPFKSDSDSESEEESKKVNSGDSSAYVKKQKFEEENLVVASEEEDDSDNEDDDEGEDGDSDEDSDDKDEDDEED
DDDDEVIEGEEDCGEEEGDDVGEDIESDEEGSSEEEEEDVVDEEEEDDDAHECSNDEEEKCPVCLNSFDEQDVGTPESCD
HTFCLECILEWSKNVNTCPVDRQIFRSILVRHSYHSDVVRTIAVDDHTQPENEDDDDGDDEPTYCEVCGRCDREDRLLLC
DGCDAGYHCECLDPPLRNIPVEEWFCPECATDNTEELAVVISSDEDEIANLLDDQTPDLSLPRLRSQPTRVIARTRISER
VRASIQRARERARRQDQNASTSRRGTAADDRLQSSTATAASSSASTPSTSRTPQRKTKPRKRTTTKKRKVKKRRKTTKKR
KGKSKKSTTTTTGKTGTKKRRKRRKKRKTTKRKVTRSRKVKTAVPRTVRGRIANRLGLVKPKTGSTVPVVKVQRDRSLDY
KRSEIGVSSLLLTGDDSFLDSFVEPTTSTGITRESAGARRVGKVLSRTALSSHRPIARPVRRHGEESAVPAVKAPVVPPV



IDVLGGILQGQTLLHMSSSDITISRDGSLKPHMQKESFKKPTSRVNQHIKHDTQDFTIADNKPCDSVDDPSGNEPESTQG
HVDSSDNQSSNNNKNINNSIVSNSNWSASTSQNIESCSVLQTHNKDSGDFSISEGTDKCSMHSKDSAEKKTKSSEDELKQ
SILAGMQAMDNSVQETFEMLNWDTDTVQSKDNHEGMNIQAVFKDVSSGEEEDTGKKELICDKNEFNDKSLKILDNDENDS
NANENDSDNANELMSENRVDNIEKQSDTSKNDFDISNELINNSDDQFDNAEKDSKASENELGNSDGELDNYDKESERKEN
ELDHNDRNELCNSDNGLDNDEKDYSAFVMESDEEHSLIMDIRSDVSEQEASNRDETPDPELAFDDENNKNDVENAEDKNI
VSLGDVDQHRDDHGSTDNENSDDNAVGNMEEENIVCLSDVDQHRDDHGSTDNENSDDNAVGNMEEENIVSLGDVDQHRDD
HGSTDNENSDDNAVGNMEEENIVSLSDVDQHRDDHGSTDNENSDDNAVGNMEEENIVSLSDVDQHRDDHGSTDNENSDDN
AVGNMEEENIVSLGDVHQHRDESGSTDNENADDNSVKDVGIENVVGLGDVDLHRNNHKNFDNGADAVENNEEENLVSLGD
VDQHRDDYGSTDNENAEGPEDFQMPSDMEDMVAISEVGESSNECQLGEEEEDVLETGGADVNDRVEDPEQKDFEKNAALD
GKEEGEMEDDGDVRWVITKTTDVVTGIKETTGDDTEEGEIIETRHDKSRYRGRERTQDSRIVQLNRKRNSESFGADNTIH
DADSPNYRQWELSTNPKIPICELPRIPRIKGNASVNRAKSRDSDKNKSKSAKKSKKDKDKPKERKEKKKVDKKKKSGEKS
SDKKDKRDKRPRSESSDRFKRRKSDDYSKEKSASWRNDHGDKIYRKVERTERDITISVRNTDRRDKVRRELTPAEKFRER
RRDEDRSISRGRQRSRERDRKISKASPLHESPMRSSSLERYRKDRWRGDNRGQESVRYWDEKFKEREWDRYKVQHGDVWR
VDRTLMWGEGRREVFFHKEPERLRFETTQDSMRRKSPPLHSDGREERYRRKGNVLKDRRGDVKETEQWKESESKPKLHVE
AKLEVKYSLNRKDAKKAEFKTEKNRDHRKGDKEKERPKENIKQDQENKNVETVKVKHRSGKKEKEMKFDNIETKPKGVNM
PNVEKRENGVKRTVELEGLKLIEPSEPCEKNVKKQRTSSCSEAADEAGRLDIVNDWLTSHVIAKDVSPMLEQSKSNVKSL
PHNNDSKSDDQSSSDAAVKKPKQTSSTDQNQEKKETVYDPFEPTRTPSPLVHANSMTKNVFELPSQTGPQQNVAACVPPL
VPSDVNALNFVGVRPPPPHQPLAPRMGLRPNIQQILANTGVPLNLQHIVRMPVPRPGIRPLLNFSGNMSNPLMNQVRLLN
LLPALVSQKNQLGNQFMQQRQQQQNADQFRPQQSTNIGSAFVGSYGSVPPQQTSATSILPSHHIVKQTNTLINSPKGKAK
MTPPPPTATRPASPPAESIETVDMEIDMSPDSDEGKLEVMPSIEEDVESSAVELYNKGSRERYLQKLQHQERVVEEVKLA
IKPFYQKKLIDKNDYKTILRKAVNKICHSKSGVINPVKVRNLVEGYVKKYQGKKLPDQTKMKFSGSCSSSSSNIGTKVKN
NSGHHPRTSRTDHR                                                                  
>Skow_XP_002733399                                                              
DSDMEVNKRKLATTNSGSSKMWFQDVMAYPFKRQEHEHVILIYVLSPFLFNNVHQNDKWMAWAKEWKLLPSDGDLTFHPL
PQNILDTVYIIEKAFEVLCRSVKQKGQRFLKNMLDLVENLEKKQDAQNALVKAMRCSEFMIMSNELTEISDKLLEDVTGA
LILVSMQFYDHVIKLTQKGCNLEEEFKAQNRKNAKTSDDIRMRGNRDFKESKYTAACHTYTNAIQLDAYNERLYSNRALC
YLKTGDYRKALSDGKRAIIVKPSWPKGQHRYAEALFGLEQHQDAVRANMLALSVCRENGCSATELRELETQKEKFAHKVP
FRETSVNQESDDDDVPDLVDQGSSDEETEFSNANIKKTAKVNIQSLPEEVNGLPPLVDLESDVDSDSDAPSGGSLKEPLI
SVPHPIRRSEQKPKTKNDSKKQPIKKDFKEALCKGSEALLESRQRIAVTWYRKANDIMSTKGKDSKLLNDEFEVVVFLYA
FGTALLETSQVQELEEAFEKFQCIIIEHQSMIFPLAYYGRGRAFIQQNRYLEALVPLKKGLTILSRHTNCPVLDWPGTKQ
IIPESEYNKMEACFKSLILLCKAPPPPDTVCRYEHCTGFYKVQIYYSDPDFKGFIHTECYDNCRIDYHPSCWKKVKGKSL
DKDFIGYPCFTPDCNAVIILVRIYSQDGLVKTELTGEKPVKFKKEKTAVPPPLKTVNEKKLEKLRLKKEKKRLAKESLVK
IEKSVENASNQVIVNGIDSHKRPSSLPLSTLTNNLIHSTSTSPGSPDSTKLPTNFEMGFKLEKDEEETEINGASRKVFKN
KSKKKIPKVKHSLDVFFTRTDDAHSFCDAEENDDGESSSSSRNAFQLLDDNSPFTIPEHLREDTAQLETNTGTIPQAVPT
VDVVANESLRETLFSYFASILDKYGPLSIDDPKLISEFNETFPSEARDLVNSCGGLSQFLLKSLQFAMVENIVCLLKDSV
KCKELAMKYKKSKGDTSPVNTDYGNGLSTFKQAVCNPVPCTQYEMYHTYVDSATTCNLTIENFPALSAEISNEDAVINAS
TESLSDNIANDDETSKVIRDIAYIDAIPEFVPRQKSAVSQSITEPIVKSTCGLDQNAESDASFQDALCDLPTEDKTSMSQ
KATNYLIQSFYSQRCQQTEYNPTSSYVEAVDSGIDPGLQAEVGLSCTGMGLSEIDLRTGTSGINDFCDAVSENKTQNDNT
NFCNNNEISSELENFDDAKDSIISKNKSRILPMKNSIKYKNACVQAFVCPLHNSVGVNTEPYEDTYKQLYENIIQEKHRM
QNQQKIIWDLKQQHDMENKQVEKDKNEVSKRFQLQISMLNEKQERHAAELNTKDEDISHLQNLLQSERDGRFAEKLNYEQ
DRVRAEETYKSTLKRAQDAEMMIFELKMSIEKRPLEVKRQEAEYYCRHFTNMADRPPGIMGMTSEDVIQQCKSVAALWQT
FSEELQKKIAEIKTSYEERIDMVRRGQMLSSLPPINISPLPQPPAALFQNPLLKSIRVPPSFPASGVTTPPPFSISPSPP
TVSATPPPGLDSVTVPSSEPATSDSAVAALTSSTNIAVPTTATVTTVGAEVAPAVSTSGLVSPAPTSKPTISAITPHNTQ
SHSRVKPHLTGTQQSVQQPQNVSRQMQFPTLTAQAQQVHQPKNSFEKIMSKLMAMYPVYNKVQLTNFIKDVRSANGNSLS
GLSLDEIILRVSDLIASDQKRLEGLPHSVQASLSTGCGVPVIKPIPTTAPLGAAARPVVTSQMPKPIGPPMSPVMPEPSL
HNIGFNLDDDVDPCVICHEELTTGATCVLECKHRFHKSCIRKWMHEQSTCPTCRVHILLAEDFPSLMTQQLSRQRLF   
>Skow_XP_002733187                                                              
MSSENGTVLVSNIPNTVQEGNLWYYFFQEENGGGEVSSIQYMQDTRCALVTFEEPEVAKGIVGMTHAIDGVQLKTLLLTD
HEGYPDYLKDDMLIFKDENVEIENTSQEQPVSMETNDAMPAHVYNDNTQEGNKEIFSRVEVMFLQDTLEPYDNIETLIQH
LSDETRVQIEQTGEGTFKMQGSLEQIIKAEKILRGRSSGEVGVTSSHPSVERKRSVTHKTYPEFDTTIPHVMQHTTERPV
RGSRKQHTCKLMQVDDIVKLYLITCYKDELQSIQDQHGVLILYRGDEHIGFYPSASTGGYATEDAYRKFKTLYQNVEKSM
SKAECELQAHHHHPLVSVVQLLKARFPRVMIEAGSKKVAFLGTAEDVYVVRKKFREYIELEESELNQRVKASLKEVDPFA
EEPSHVGGEDYLPISKRTRLVGGGFIFDTTIPPGIRIRIYECDITQENVDIIVNATNDRLKHIGGVALAILRAAGTQIQT
ESDDHISRNGKLQVGEVVRTKPGKLKCKAILHVNGPRWKDTDPAQRKNVLLSAYTNILNSANRIAVKSIAIPTISAGIFG
YPKDICAQISYQAISEFACSHPNTTLKDIRLVDRDGGTVRILGEYFRENIYRAPSRLTHGEKEAATDDCLICLGKIKDIK
VLNCKHRFCSDCVEEALEHDTRCPICRVPQGKVTGNQPPGTMSVRCEPNTQLPGYENCGSIVLEYNIPSGIQGQEHPNPG
RLYHGTCRRGYLPDNSEGREICDLLRQAFDNRLVFTIGTSHTTGTGDSVVWNDIHHKTSTHGGPTHYGYPDTGYLSRVKE
ELAAKGIK                                                                        
>Skow_XP_002732820                                                              
MSRSVAWRGTVTDLVSWRQDQAERATMYILREIGPTGFLLKEEGEKGKLKVFLGDPHSCTCKNFRTDKDICQHICWVILK
KFRVPRQNEISFQKGLVEREINQVLRGVTQREDPRRRGQGYLQAKNADKGTPTQVGLDGKLMLEQRPITEDDVCPICQDE
LLEKHEPVTYCRYGCAKSIHIKCMKVWAEHQKSQGETTIQCPLCRENFGPLQALESEYRNSSLRKTRAERLDLHLGSVCK



RCQMSPLQGKCYRCTTCVDYCLCQGCFNTDTHTQHSFVYRQKSNQRWRPAERGSGTVLPSAVVSALQNREITDNDYDMLL
QLDSNEAENATTVPEYLVQSLAKHTIRPSSLLLTPGAQCRICLRSYSVGQVVKKLPCKHEFHWTCLDQWLLHEHATCPVD
GMNMYAAIRTMVENARAERQRQSANRPQESAEGTGSTLQLEIPGIGFAGRRAGGLPNARNTRVNSSEASGDSEHEGLEST
FTLTGSGLGSRQSTPQRTQELLRSTSSSSGVSMRRRGSTPPRRRNSTPTRLTDRDRIGNLNPPRREETQSSGRRLDERIP
VAPSIPMLHISELSPLVDGVIRERFSERLIANRTICRGRPQPSSIQPAPDSRPSIPMQREELISPLQGRQQTQSVSGLQT
RPPLPSGTLDREAVRERGRARNRQAAEIRRRSSSGTRARSLERPSSAARLEALESLFLGAGHAGLVQEQNTSTTRSRKIR
KPTVMNRLATANGMGNSDILSANGLSALSIHGHQS                                             
>Skow_XP_002732699                                                              
MSSVTLAGVNPSPSVTLSRVNSSPSFTLPGVNPSPIVTLPGVNSLSSVTLAGVNPSPSVTLSGVNLSPSFTLPGVNPSPI
ATLPLVNTTSAVTLPGVNPSPHVTLPEVNPPGNASSQAQTENQSANSNISLLQTSFQSPSDFKQVNSSKKVLSPERDDEA
ECCPICFENWTNSGAHRLASLKCGHLFGQSCIMKWLKGRGGKCPQCNAKSKKSEIRVIYAKAVRTMDTAERDRALKDLEM
EKEVRRKSELEAAQLKMQYQLAMDECNRLKAQLHSQDRVGMAGPSTYTGASCSGISSSSQPSHKGGAYKLDKTIHISPNG
GCRVMAYNPTQYALVLSMPSPNQLFPGHGIKKLSMMDMKSNQYVTIHSKMLRDCCFNNRQDGLLLTASVDKTIKITSLLS
NTVVQTYACQVPVWSCAWNLDDTNYVYAGLQNGSIVMYDTRNTLTQVAQFNRDGSRCPIVSLQYVENDINSSFKACGLLT
GSLEGVQFWEKKAAAEYKPHILPLEGSCTYVSFERTTRHCMASFRPNKNHPFIKHLMCELQSRSGDCISSSTCSSNTVQT
FYGGSTMKLLTRSRLFASPLGSGQVLACAGDESSLSAHIWNGSNGNLQQKLPANSPILDACPFVLDGQHMLAIMTEKLVK
IHRWT                                                                           
>Skow_XP_002732339                                                              
MSVSLVFIRIEIADLEDFPLLPSIHYTAQRRMSDFGNNDEQTEQTIPDKEVESSTNSGETSGKSLETGECKRKSVTPDLI
KTHQGVRELKEISIETVNYKDIEFKADETALQGDDTSTVNDKDNTQVLSVECEIESPDKDVNISHCNEPKDKTQIKPAGQ
KPKTENVKSFAQVTRRQQLPSISLVEPSPDHKGGPGSRPGSGSARSQGVKSHSPVTKIPSQISFFSGNPSVEITKGILHL
YKETFMTSLDDNTPRSEMIVLLGVPAAMTIHDLVQFTAPVSPNIELIRIIRDSTPNQYMVLMKFKDQTLADEFYKTYNGQ
PYNSIEPEVCYCVYVSGVETAKESEGSCLPIPGLTELPTCPVCLERMDESVDGILTVLCNHSFHGTCLYKWGDSSCPVCR
YSQAPEPVADNKCMACGAQESLWICLICGNVGCGRYTSAHAYSHFEETQHTYAMQLGNNRVWDYAGDNYVHRLVQSKGDG
KMVEWDRGDPEEEREEKVNSLVLEFNYLLRSQLESQRLYFEEQISRVEQKTREEVTEVEQRSKMTLKQCEKLEQKLTHCV
KDRNAYEKKCSQLNSKINKLVIELKEEQEMNKCLRENQNVLQSRTKEMESRYAQEQQRKEKEQLHDLMFYLDAQTKISNA
SDETRQEIQEGQIVMGAAAASPDVSKSHSRKGRKKGR                                           
>Skow_XP_002731342                                                              
MAASLTIDKIDEQFLRCSVCLERYNKPKVLPCQHSFCECCLIQWKRQRGRLDCPTCRDPTNKTIEQLSPNFMINGVIEIM
ESPLQTADWHGDMPGMPRKPIRKQVHRLCYGLLLCAESIHSGHRIIGLLEAATTFRNTAQQHINLFEHKQKEAQQSKICA
MQKSLQLAEELGQQENEIRKHSQDTIDKLTHLIHQKENSHVRNLKMEYGKMNEELNSEIHQYETMEDLMARNITFINNLL
QYSSAAQLMKTSQETIMQLETLTTLDTTWQASNAVLPQFHPGDIFLKGTLGTLQLPAKQQPTLVPDSMQKNMNEDYDLAG
FHGYSTTKALTARPPSKWQHTQKPSKRRQSYLPLKLGTILGKKTESNSPGFFNRPIGVKLSTSGDVVVADSMNRRVQILD
IQGNLKLMIQFSGYGKPVQPIDVALSADNTYFVTDGSWRTDRAGNYQVIICDQHGKVFRCICSKDLRNPCGIAVNETVDV
LCVVDRFAHCIRLYDMAEFLCIKSIGKKGNGQCEFLFPCFIAINSKGCMIVSDAGNNRIQVLNSHGSFLFEFNGIQNNSF
DQPNGVATDKNDNIYVCDTSNNRVQMFNSQGEFVTNIVCGFEVLGSPIGIAKTDEINS                      
>Skow_XP_002730880                                                              
MIHYVTVTLVFLSMNALAKELALLQVVLYEPLDNGDYTSRSYELEAHFSPAGAKISAEGDIAQMHPLGLCNNSDDDKLFD
YGWVGVVKLDSPLLEPRPCLTVFGKAKRAILRGATAVIFDITDDPSAAEQLNKLGAEKPLDRPIIIIRGESAFTLMNIVS
KQRVARARIQYTVPSLSSQRRNSNEYFNMGIFMAFFVLISIICLLLLLKIKWKQRRKQTSLTRLAEYAVSKMETRKFRKS
ELRMSGSLSNYSRESWSINSDSYICAICLEQFKDGDELRVVSCSHEFHRHCVDPWLIKNRTCPLCLHNIIEYPSTASALS
ANEAGSQHSGGSHRRSFFNLRLPRRQQSSSRSMSSANAIQGTNIVCASRNNNETNVRDQDFIRRHPLNLNNDRTASACCR
NDLPNRNWNYCPHVISANHRQCHTRSYYDHHGNWLRHQQEPMVIDEYQHRIVPVIVQVRKPTDACSSGYDASVSNNMDAS
SSSSSLSAPWCEETTTTDPGSNQSVYGSSSTFRSDPHSVDALVYSRRTSDPEGRYISNSMENLSAARLTPTCMLRNNKPY
VSAKIKENNGMTASHSTDSITNCEKKPCELPSNLNLRHTFTSTGQCMACTQLLRLPDSIHIKQEQLGAKRKKEECHKESR
NVTKVKKGTRKSSQVRNHSTSSKGRVRCQTSRNNCYSGSRPTSLMQSLVLYTNQDGQVLTVPGHSDQLRHLEDMI     
>Dmel_FBpp0070328                                                               
MGRNNVICTICSERFRTSDNIQAGSCGHAFHEDCLDHWRKQSRTCPICRSQDAAYFQLYLDFEEFPESASAQGGSWGGHN
RSQGHSSSSSSCSSNNNNSNDNSSSDDYIGIMREYENLLYETGVYREEIEYLNQRIGALTVLNAELSKLHECSDSDVD  
>Dmel_FBpp0070876                                                               
MASSAGSAASGSVVPGGGGSAASSCATMALSTAGSGGPPVNHAHAVCVWEFESRGKWLPYSPAVSQHLERAHAKKLTRVM
LSDADPSLEQYYVNVRTMTQESEAETAGSGLLTIGVRRMFYAPSSPAGKGTKWEWSGGSADSNNDWRPYNMHVQCIIEDA
WARGEQTLDLCNTHIGLPYTINFCNLTQLRQPSGPMRSIRRTQQAPYPLVKLTPQQANQLKSNSASVSSQYNTLPKLGDT
KSLHRVPMTRQQHPLPTSHQVQQQQHQHQHQQQQQQQHHHQHQQQQHQQQQQHQMQHHQIHHQTAPRKPPKKHSEISTTN
LRQILNNLNIFSSSTKHQSNMSTAASASSSSSSASLHHANHLSHAHFSHAKNMLTASMNSHHSRCSEGSLQSQRSSRMGS
HRSRSRTRTSDTDTNSVKSHRRRPSVDTVSTYLSHESKESLRSRNFAISVNDLLDCSLGSDEVFVPSLPPSSLGERAPVP
PPLPLHPRQQQQQQQQQQQLQMQQQQQAQQQQQQSIAGSIVGVDPASDMISRFVKVVEPPLWPNAQPCPMCMEELVHSAQ
NPAISLSRCQHLMHLQCLNGMIIAQQNEMNKNLFIECPVCGIVYGEKVGNQPIGSMSWSIISKNLPGHEGQNTIQIVYDI
ASGLQTEEHPHPGRAFFAVGFPRICYLPDCPLGRKVLRFLKIAFDRRLLFSIGRSVTTGREDVVIWNSVDHKTQFNMFPD
PTYLQRTMQQLVHLGVTD                                                              
>Dmel_FBpp0071001                                                               
MGQKASTPATSGQQSPRSRTFSSSSTGAADSALQQQQHQHSNPGQNRGGNGGGGGGNDTTGQGFNLLRTLPGLQVYHNQN



STSIDRQRARSLSSVPDIQQQAQQQQQQGSITSSGSSPHSHPHAAHGHPAVGVTVSVSGNANANSNSNFTAAGNNNGSAM
QSYMQQRRTLGDSIRDMSMTGGSIAESIALAASATSANGIGRVYTATSLPSHIWSFNGIKCPVCNKFVLPDDIECHLVMC
LTKPRLSYNEDVLSDAKGECVICLEDLSPGDTIARLPCLCIYHKGCIDRWFEVNRSCPEHPGD                 
>Dmel_FBpp0071136                                                               
MQRVQADQKPARMHQHAHTHSHAHSLQHAEEKEHNSNEMTTNLSSTGRIAASSSATPSAAAGGGASGAPTPPKSLALNQN
HHYAPGSDTSGEQEEELLDSRYECAICIDWLNEPVLTSCGHRFCRSCLTAWMQKNNQCCPMDNKRLSAEHDIFPDNYTRR
EIEQLKRDCPNSSLGCSVVASPIELHRHLPSCPYRRQQEPQEEKCPFAKIKCDFVGRPETNQLEEHLKADMPHHMQLMLQ
AFQQTAIATWQPHKPSTSGAAVENGHGQQQLPPPPQYANGVDEQIVQTMYQRIVVLEQRTREQETRLENMQKQLRLARQQ
APVDPRYSNGTIVWRIEQLGALVARLRANANNQVYSHECYTSPHGYKFCARLNIQPRKPHVLSLHVHLMQSENDYHLDWP
FKGRIKLCMVHPADATLSQHDTIMTKPEILAFHKPREAISTRGFGFLEYANISNIIQLGFCADDRLLIKIEINIV     
>Dmel_FBpp0073027                                                               
MLHLPKIVDLLKELQEQEKEIQEIILEESFASPEQRLAQLESVTSRMHLYHSRRGNILMSLQQELGKYEYFTLLVRHIAQ
THSYLKSLNKALDFLYKVNICSICDLKCEPHGRHSMVSLRCGHLFGRHCINNVLRESSRCPTCSRRARHHEVRRIYGLKF
YPL                                                                             
>Dmel_FBpp0073752                                                               
MTSSRQNLHKICRYRLRGNCRFDDLCRYSHDVLQNDNLRPQISNNADEVVGHANRYSRPMTGANATEEMKLSFAIAKSQD
KMCGICLETVVKKRGRECRFGILPKCKHIFCLTCIRRWRQAEYIEDNVKRGCPECRVFSEFVCPSAYWVDTKEEKDKLLS
EYRAAMGAKDCKYFNGGLGKCPFGTNCFYNHRSLAGDNRIQRHSMEDDDF                              
>Dmel_FBpp0074242                                                               
MHQEHMDLHEPVDLNKSLDEMTPEERMRAQHQLMVEKHRGHDAMHSEMVIILFVTLVIAQIILVEWKKRHYRSYAFVTLL
AMWLIPLIISCSFGWLRFIIIWLVFTCITALVMRRAISKPIQGTTPRLVYKWFYFIYKLSYGLGLVGYLVIIAAFLGMNY
MFSQPPNTWMDVGLMFCFYGLYIGVLGRDISEICSDKMAAAIGYYTPQGIPTRHLDQNVCAVCGNQLLVSEKEEGVIENT
YKLSCNHVFHEFCIRGWCIVGKKQTCPYCKEKVDLQKMFRNPWEKPHVLYGRLLDWIRWLVAWQPLIFFIVQGINWMLGL
E                                                                               
>Dmel_FBpp0074856                                                               
MSTVASNDQHVDTGVLPVPSTNSPSSQIEQKGNEAIVPNYKAATAGEQGEAQAGATCTTVAVRPSGVATSADIVKGSSSV
SSHVQPSWRSSFARSQDKKCGICFETIMEKEGGDKRFGILPSCNHVFCFQCICTWRHATQYAYQVTRACPECRVWSNFVC
PSAFWVEEKVAKDQLINDHLAAMRARDCKYFKQGQGVCLFGNKCFYKHSIPNADYVDVGLPTHALGLPIPSDFSGLGNCL
ILVPFPNMFFDDFSNSDDYDFSDVN                                                       
>Dmel_FBpp0075105                                                               
MENETEALDPEVYADETSTDDSSGDDEVILNPVEGLQPAVEIDEQRDQPGENAEPEQPRVPPLILVDPPHLPSPPRNSRR
NQGEEQEVISLETPSPPKKRKRLSAAADKSLKKSPEGKPIVVDDEDDGMTCPICLDSWEMSGEHRLVSLRCGHLFGESCI
RRWLNESHRQSSVKVCPQCKTKATFRDIRHLYAKRIQMLDTDIREQLEAERRRTHTLTTELATAKLANTLTTEKLILLQK
DYERLKELVRAGGGRGAFGGDASGQKSIQQLATYRLYMEKNFEITRDPGCRVLLYSAKHSMLVASQKSAQNLFPGYGVRF
IDPPTFKPLQFLHTSALLIRDIAFSDSQHLLTVASRELKIKIFDIRTRLCSSMFTAHDKMLWSCALDRNEREHFLYGGDL
RGGVYIYDLRFPENILCEFQAEVNLSPVIHIAPVQPNKIFTSGGFLVCQLTALTFYEYAAASDTAVPTRLNVEGPFLSMQ
YDAVQDTVLISARSNPNFPQSRFILGRMDKIDGTPVLKVKATIYGSKATPVMTRPTQLAVEDNTLVVGYLQDSKQLMMHD
VRREERVQTMPVNEVIYDICPVATQAGSYLAALTDNKCRVYKVNSSMR                                
>Dmel_FBpp0078038                                                               
MSAVTSSDTAISGMALGRSQTICRYYVRGICRFGELCRFSHDLSRGRPECEEQVATDVLPKPSTSSSSTIGSRSASISSQ
QRNWANAPVFVPSQKRYTAHEQSEFETTVDPEAVMEAQAGASYDTLAPGVSWAEVVGGPSSLNKEDYGEENSSCAWGEFS
AYPIHMELCEMCDQYCLHPTDQVQRRSHNRECLQQHEQAMELSFAIARSKDKTCGICFDTIMEKAGREKRFGILPNCNHI
FCLECIRTWRQAKQFENKITRACPECRVCSDFVCPSAFWMETKEEKDKLLNDYRAALGAKDCKYFKKGEGKCPFGNKCFY
KHALPNGDIVDVGLPKRTRKLQSQNEIIDLLDIYLWDYVDRRDYHWLEMISSDITSSESSDYSDED              
>Dmel_FBpp0078287                                                               
MSDSTIFRFNSSILDQSADSNVSSSSSNSSVSDSSVDSHSSIESNSGHNTSVESQSSAESDSSADSHSSLERPSPVERDL
SVESDSSSATNTSESSVGEASNQLQSPQSNNPLNMANLSVSTEDAHSQIRSLTQDVIQMEAELDRMNRYCEEVVAQIDTF
ATRTSTPTTRRIRRRTSPVEVIDLSHLDRAPPVRSARNRDPDAFIDLCTPEGPRSRTVNLHSNDSLTILPRRSAENDPVV
DLDVASPPKRVNRDIDESQKEELYKCPICMDSVSKREPVSTKCGHVFCRECIETAIRATHKCPICNKKLTARQFFRIYL 
>Dmel_FBpp0078401                                                               
MSDRDSDAVSDAGPRLSQQRGQRNRRIIMRIEFKDSEDSASDQDRDDRPSCSAATRLRRSTRRQEVASHSDSDSVPRKST
RKLRNRYGPRSDCSSSGSDIDQLPTRTRKRKKVESSDEEEPERTPNAVGRIQPMPADPDDGFSSDISSNDLLEKCPICLL
TFRQQEIGTPATCEHIFCAACIDAWSRNVQTCPIDRIEFDRIIVRDSYASRRVVREVRLDLSKSNTELVVDDEADTAALS
EEEVTNCEICESPDREDVMLLCDSCNQGYHMDCLDPPLYEIPAGSWYCDNCIDSDDEDDNEQLELADDLDQLYEDIRGMG
LPETRLRVREVQEPPRILRTRQNERIRAAVLRRTRSGATSAEDSTLTRTRTRTTTTTTTTTTTTRRTTTSTKKRPVQRRR
RRRTRYRTYVVEYDLNNFDEKFALKTSKKVIRRRRRRRRRGVATASSEGPGRRLSASKRLAEQMGVKSEGFQSSHLSGGT
ASSFSLFGNANDLEYFSDSEPDAVSQISSAGLGSTAVQTSVRIGSIGAPRIRKALLQGKARIAAPPTAPTSAPAADILSS
ILDLQDRWHDASRNLGEVHIRADGTLNIPQRPAPTATEAPLPKAGTSKTEKHLTQAPLYQQGGGGPNYNRGGGAGSSDSY
NNRYSGNTSYRGGGGGGAGGSSGGSGVPSSSGEASSRHLTGEGDGQGGGGFGNQNFSSSGSNNNTNMSSFIPFHLRFNTP
TRQQQPRQQNVLPANQPTPPFPGSAPPPAPVASSSNNFSGQTPMFAAPLNHHPAPVMGMPVVLSIPPPPMPPASLPWNSP
LFKITPLQQAPAKSNDGNQNDDVDNCPNFSIYSQESQAVANASAMPSGVPHGPADASDKDDDDMNEDLVQLDDDDEDTDI
PLPLGPEPEPVPEKVPKSSDDDLYEPENPTEEPEEPEMFEESCDAVPTEKSESSDHEPSNSNVQAAAPEENDAEEARTRS



TPSPLVKEDRAADRDRAKGVLELYDDSDWEELDIDKPKEFEKALLTETEAQVSPKRAPSKRPPSKKDTSLERDVNESGSE
HEQDRSYTPCLDEKNLAEEEEAGTTHQNNVSTSPKTRSSKVSGDEDEPEKAVGTDIQSEDELNNENESPRRSRSRGTANN
KKDKSKSRSKRNKGETFKKVGKRQKDRNYRGDKSEPDRSPRPDSRSLTPKMRSKSPRVSKSISRSRSGSRSRCKSKSFSR
SRSRSPSRSRNRRRRNSRSKSYSRSHSRSRSRSNSHSRQRFSFRGRDHQRGFFRGRGGLRLNYRNQQFHNRPFQHYGQNY
HQNQNYHHQHNQHQNYFPPNQHGQHQQYFQRPKRRELPRYDVRNVVGTSRHQTQAKDRYGRDAMRSHRSRSGRRNSRSFS
RSVSRDSRVSLRSRSGSPKRRSFSMSPTPPPGTSPPPHKHGRGRQTSTNRRYARSPSPAPSPRNERATSPVQSVHSRRSR
SHTPNRINGDGNRSSLYMGSPHYTPRISRSRSRSRSKSPKDMHKKKKKKSDKKKRRKRTGSSSPTTAARMRRISRQRDPF
EDADDFLAPQRKRKKAGITTGQWSPSPSPGRCDFLHDSALQDKNSSWTPPLGTPKGGHYNNDGGLTPKKTKRKRDKSKKK
RKQHQLEKPRKEKKRKRRTQTPEPLPSKEVFASGNNILVSVSFNKESNTNNASATLSSQQQSVVTIPPGREDLLSNRMTS
MTSMASMASNSNICSAVGAVKKTKRKRKKLEAKPVAIIDLERSPFQVHQEPADVIVLTDSEDATEPLSSRRERERDRDHE
LMRENGQREKTPQVGSLDAIMETSYENMTQSTGPKTPPEPPLVKFNLPTKKIQHKVRNNPLHEDVDDINSADELEASCSM
APAEQTPQHGHASHDGGQKIGPNTPPESGPCSPDAYDPFEPTKSPSLSPRSPTLTPSQNLDQQTVSMPASGAIGPGSGDK
GESDGAHVTGSNASTNTQAQGNALNPVDLVMALMNKPNQSGSIQQESEVSSAQYISSSSLSLSLGVGSSTGGGGGGAGGG
DNHDKTADGKTITVLSNVLLTSSSVVSSSQHIPSISSPTPPSKKLTPLPKAGGSVASSSSGVGNIPTTSSGIGGTRNGSG
LGNAGGSSNALDDSFSMEIESPYSPGSADYEDLFEPPIPLEASRRAKGGATGGKVEIFDNLFGSSSPISNIRMTSRYNTA
VGKKSNRTKADRKSKVKGARNPDFYDDVPNSATDLQNKDRLLRKLNRQERVVEEVKLVLKPYFNKKAITKDDYKDIMRRA
VPKICHSRSGEINPHKIKNLIDAYVRKFRAKHKKLSLLNTGQVSSAVKCAAYLKKL                        
>Dmel_FBpp0078901                                                               
MKNRQRTRRISLNENHNRYMGSGGIDVQIVTNTKEPNQVNLNSSSATTTSAEAALPASLPLAQIAQQPHTHPHPHPNPHL
HQQHQLIVTPTTMTGKYHPAHAKLRRCKSTPSLNCDGMAEPMEEDQLHRFAACSRNPAAEAQQHAQPSCNSSSSSSDGSC
NSNKCSSNICGAQPTTPESLRFGCAHYKRRAMFVTPCCNKFYKCRFCHDENETHHFDRKTLTELICSECNTRQTVREQCL
NCGVRFGKYTCLICNLFDDADKQQYHCHGCGICRIGGAENFFHCEVCNMCLPIQLKIDGHRCVENISRSHCPVCLGDIHT
SRIPCHIPDCGHLLHKMCFDQLLASGHYTCPTCQTSLIDMTALWVYLDDQAERMPVPLKYENQRVHIFCNDCHKTSKTKF
HFIGLKCVHCGAYNTTQDVKRRLSLVTDEPSSA                                               
>Dmel_FBpp0080385                                                               
MEKIEKELERTEQQQQEPTEPSNGNLEEQVRKLRDHNLRVKHLNTQRRRILRLLQGKMLQYATLEERLHRIGELVLIAEL
HSGVKTLNQRLDRMVENSTCSICLLPWTDNGIHRLVSLRCGHLFGSSCIHMAIRRNHRCPICRRRARHFHVRRIYSPSFL
SH                                                                              
>Dmel_FBpp0080497                                                               
MPNNKAQTRSLMRMLKKDVVEQLLAERKKSEQKDKQLAKLNITTQEKDKMREEELKLYYQMEEEITNQKLLQEQLLFESK
DELTQQLEKIAIENTCCICLDPWEAKDHHRLVSLRCGHLFGEMCIRTHLQHADMCPICRKVAIERDVWRVLLNTP     
>Dmel_FBpp0081217                                                               
MSKRSCQILTLLGLCLVCHEATLVGGHVLVYRKATSQLIEEFNDLPAQFGPNLPSNGLKVYVVPARRPYYGCDSLDRPPH
LKYPPSAKFVALVARGECVFERKIRVAQNASYSAVIVYNNEGDDLEQMSAENITGIRIPSVFVGHTTGKALATYFTTEVV
LIINDELPFNINTQLILPFSILIGMCFIIMVIYMIYKCIREQRRLRRHRLPKSMLKKLPVLRYTKNNANNKYDTCVICLE
DFIEDDKLRVLPCSHPYHTHCIDPWLTENRRVCPICKRKVFTKGEARASRSRQPSLDNVTDTDDDTTPLLQQQQSNGRQV
GQVSSASSAGGAAGSSSSVAAAAVAGTTRHGTFRRGHAGRNPFEESQSSDDENALLASTVRPATSSGAHERINPFDRAPN
LPAHLAEQLTESRRSVWSRINFASFFRRQPAVISVAAPPYLERVESGTSAMGLPVTGTIAVASPASNNILNPNLSGSFKD
EDDMPPHRSIYEPIAISTPAADSATVDDSAFLQTPTQGGIGVAALPHSASDRQFLI                        
>Dmel_FBpp0081445                                                               
MAEAMVVEDRPAEAKRFFCHMCNVEINIPNSDFTCPLCANGFVEELPANAPEMDSSTAGASGSARSGSSGSGSSGSHDTL
SRGSSSSGSQVNVESLRNDIVSLLNMRNVPNLEITIEPNRRHSNVLHLGGFGGPSGSDSARGLTAGGRVRPANLDRLDNV
LFDFLQSLPLAGATAEIVTGPGGGGVGGGGNSHMFFMGNPGDYAWGREGLDTIVTQMLNQMETSGPPPLSAQRINEIPNV
QINAEEVNRKIQCSICWDDFKIDETVRKLPCSHLYHENCIVPWLNLHSTCPICRKSLADDGNDADDEFVMLDAFGPEMAA
DGSNSERRSASTATGTDNPSPANNPSQAAAEGGRTRPDANPAQAARNNIFTFDDDNMFLD                    
>Dmel_FBpp0081596                                                               
MLNSNATGGNNHGGSSRRPFTRNSSSVRSQRGGGGGLGGRMVYSPHTHPHVQQQQQQQQQQQQQGQQRSSNNGNNNLWLG
NSPWCNVNLNGGNSGNNNNNGGNNNNNNGGNISSNNNSNNVNNKDANPNCDVQTSNSSGTCIYNNSKAHHHHNNSNNNGH
TQSHIHTNHSLHQGHHHPHHTQMHTPHYPHSSSPQQSNSYRQYPPHSYSPNSPHSNGHTNSNASNNPISQRSNPQAHPNQ
NQNSNFYEMCTGSGGSHTYGSMSVSLVRLNPARLCLTLGPVTPPAQRVVSFGHRSHSHSNSSSNTSSSDQNQHNPPPRSQ
NHHPNPHHSQYQYQYQYQYRYQYHPPHQYHPLHSPQQQTNRQSLPLTRTNSNSINATTFNSTNPTTNSNPTDVVNVNSCT
DIIPYGSSSTSSSASSMLPQQQQHQINNASAPINSHSQGQGPGNSPNLGHNHQRGYNNGNNNRGIGNGIVNGNTNGPPDY
MNYRRGVCPAQSRDYSGNGNGNNNGHGHNGRRYMSDNLNNPSSSMNGLINSGHHQRNYNDRNLNNHFGNSEQNGGPDHRD
RAEGSSYNFMRNGGGSGGGGYGRNGSHYQHMAYGNNNGASTSTGGPGLMGELPSGSGLSGSSLSLNNGPGGLNSDSPSRK
RRRISGRPPNGPQPQHRCPMAHMQQGSPPLRRPRLRDVATSTQQQQQQYGHQVHHPQQQQQQPPSNYHPMHHHQPQPHYV
PQQQVPPPHVQRSPWDLGSSGGSSGGATSSSSVGPILQQVQAPPQPPSHQQAVGYPQAPPQPASLMVDLNLNQVPVNLQL
RPSEPFWASFCTYPIPAQARLAPCHLHGVYTQPFPAAPPPGLAAPPLQQQHQPLIQAQQMISQATLTAQQQQRDVVAIAT
ANLGPIEAPGAHGHPHAHPHAHPHAHQLPPGIHITPLSGAAAAAATHHLHSTAAAAAAVAAGAQITTAQQILFSSDRRTF
PPHRRIPRFWTANHGHRHVLPPQSLAAHQAPVQIQATSGIINPGFLLNFLAMFPLSPYNQHDLSSGDTNETENYEALLSL
AERLGEAKPRGLTRNEIDQLPSYKFNPEVHNGDQSSCVVCMCDFELRQLLRVLPCSHEFHAKCVDKWLRSNRTCPICRGN
ASDYFDGVDQQQQSQATAGAAAALSGTSGGSAGVAGTSEASAATANPQQSQAA                           
>Dmel_FBpp0081830                                                               



MVYVNLIIGLGLVSVAAFAYFNWHNDRSSPYSRSPNGRCTFCQYELSDDDRRRMRCGHAMHNLCYLVFRYSHRKCLECDK
VVNVNIAGDLCTICLDPLSVYTMVYLRCSHALHEKCLHQYQANGGRHCPVCRMGIKE                       
>Dmel_FBpp0081908                                                               
MDSLENDQEELHHQPRVTLAYGSVATSSGGQENHSQYAMYYNQQRDSEGYMLMTPFLSSSQSHSHTRSPPTYTAMVEPRR
EESSGFEGLARRCDKCSSLDGLCRCESMVASSSRYADSTQNQSHSEAQFLEQPSSSTAAIANPPAVHSIPRPKRKKTEPL
TMEPESDNDGDAVVASVSGTWPAGAIEEHAMDSTAVVYEVPSSSLQLSNSSFETAPSAVNAYDDVTSSASDTEHGQFAHT
RTTNTTTTTSAVQAHKKKASRSNNASNTSSRAVDTDATPSTSAQSRKRQMSQFSYRKSRVLEPENESSDDGWDLRVHNPV
PPIEPTVTIIRGSRGSDEAEIGHTDHNYYNSRCAVAGAPPDSTYIRSASCSTATHTTRSVDYGSRIGRRSAATGSPSTSS
DQEQEQQQRQQQEEIIHEERRHQQSPGQPMHSMYGVPGESRMSWSRARPSDDSVPPRKHARMELPGRSRSKLSSTNFNSF
YPGRRGHRTFAEQGNSSGQHHVRFPPSSTPNSNGPCVITYVGRPRDSQPAADLNLPSTSTGRRGSHETRADSVVLTAPDL
QLDDWSSDDDDDDVVFVHSTREPILSIDLTSDDDGLANDTQLQRDRDRGRERERERARDREPYRNDTQPNPEDPNEDRRT
MYDCAYTFPYARRTDRRTEANNEGTSAFAFYSGALADRAAISDHNYSYELDQLMDPGPGNFYPPRCSNMDPQRYFLPINE
SSMWMPGHPAPPPPPPPMPPILLPDNSSTEAYLRHQQRNLTSTPSSSSSEQTSTQQSRHRRSSPANVYHRYHPYYYAITT
LPTVVESDYPPSLQPHPHPHPHFQPSQGGSSRSSLSGALNAAAVAATAAAVQAQTFSDLLSQAHNEGRAAALEGNRTPPH
TMVHAQHQQRQSINPPAPGVASNANLAAAVSPPPPLEMYSGRSTIPHCGSPPFSVRRSEAAYSNRQHYQPQPHQGHQAPQ
NQMHAHIHPPHRASAIVATSLTPAPPYPVHQNLWYRQQSMQEMHRRHMTPTPIDLSSNAPLLTSTLRNGYLHSICSCVHA
RNGPVSSLDPAYYPPYDAAPAAAAPPPSPQQQSPATSGSGNSSVAAQASMRHLQLQPQQQPQAQQSPPVMQHMQRQRAIH
HHMFHHHYSPLHLEIGLAPLSLGSRILIAPSRPNRGATLETIERNTLPHKYRRVRRPSETDEDAEKCAICLNLFEIENEV
RRLPCMHLFHTDCVDQWLVTNKHCPICRVDIETHMPNDALPPSSSGVPDAANSAAL                        
>Dmel_FBpp0083052                                                               
MSDYFEELGHEPTGPLGANDLARNLKRLQVLAIMNGIDMEIEVPEASKRAILELPVHEIVKSDEGGDLECSVCKEPAEEG
QKYRILPCKHEFHEECILLWLKKTNSCPLCRYELETDDPVYEELRRFRQDEANRRERENTLLDSMFG             
>Dmel_FBpp0083160                                                               
MLENISLCVIKIETDLDPSADSEGAVSAEHPTNPRVLKERERDRGLRQSRDITIETYTNQRWKRELSEPRQQEMNWVAAV
QHVNSPSAGSSREITPRSGDDGQAGASASNFPQEIGYFSGNPIVEVTKGLIHLYKKNERKAIKEAPSNQLCLLAVPATLN
CHDLLNFIAPCHAEIKHIQIVRDGSPNQFMVLLEFRSNESALEFYKSYNGSTYNSLEPDSLCHAVWVSEVERSEHGAPPM
GHTELPTCPVCLERMDESVDGVLTILCNHAFHASCLMKWGDSTCPVCRHVQTPGLVEDSVCMECEGTDSLWICLICGHVG
CGRYQGGHAAAHFRATNHTFAMQLGTSSVWDYAGDNFVHRLFQNKSDGKLVASQTEKDEREEKIDSMQMEFTYLLTSQLD
TQRKYYEERMERLEQEWQNHKATANDAKTEVSELQQLQQNMQKEKVNLERKLAQHTAKLKDVQKQLNEERELSKALQSNQ
SSWHGKYKLLEQQYNEFKQTHDAEVTELKEQLRDIMFFLDNQQKLANTEIAGGTVTGIAEKEPDPNTRRRNRRKK     
>Dmel_FBpp0083630                                                               
MGLCKCPKRLVTNQFCFEHRVNVCEHCMVQSHPKCIVQSYLQWLRDSDYISNCTLCGTTLEQGDCVRLVCYHVFHWDCLN
ARQAALPANTAPRGHQCPACSVEIFPNANLVSPVADALKSFLSQVNWGRNGLGLALLSEEQSSSLKAIKPKVASQAAVSN
MTKVHHIHSGGERERTKPNGHDAVSPHSVLLMDAFNPPSAGDYASSRRPLLPRQSPIGGTDRDDNKYQRRTPAELFSRWT
RRFYAPSSRPPWRRTWFLVTAGILAFVLFVYLMAWLGRGGSDAVDEGWNNPNPQPNHYE                     
>Dmel_FBpp0085201                                                               
MQLLLSSVCMALTSAVIGFAYYQKQQFYPAVVYITKSNASMGVIYIQFFVIVFMFGKLLSKIFLGTLRAAEFEHLLERFW
YALTETCLAFTVFRDDFNPRFVALFTVLLFLKSFHWLAEERVDFMERSPVLGWLFHIRVGSLLTVLGILDYVLLIHAYNS
TLVRGPTVQLVFGFEYAILLTVIASTAIKYVLHAAEMRTDTPWENKAVFLLYTELVIGLIKVVLYILFVVIMAKIYALPM
FVFRPMFFTIRNFRKALNDVIMSRRAIRNMNTLYPDATPEELRQSDNICIICREDMVNHSKKLPCGHIFHTTCLRSWFQR
QQTCPTCRLNILRTPTVNSTAMPRQGDEAVAAAAGNPIPAAAGVQPAGGVPPPAPTAVVDGNQARADVNVAGGQALPPNF
ADLFGDASGLPNGLPNLAGLQIPPPPVMPMISPFMIPPHFGYLTPLPPPPIPQDLTNFTDEELRAMEGLQRDHIVQRLKL
LQNINLMLDSAGIMMSQYQSLSARLQLTAVTPATAVNGSADSSVYDMPSTSATAMAQLETHQVTPTAAASSASPTMPAEK
VTIEDLGADADEDDIPSTATEAVSIPNSDADFEENSSELGELRKRRLKFLEERNKSAATNERTTAE              
>Dmel_FBpp0085928                                                               
MESNSSEMEGNGGKIAETAPTNDSSPSLNILCAICNEFFRANDIIFSTSRCGHVFHKDCLTRWLNRSRTCPQCRDPCDRR
RVHRLYLNFAEAPEFDDTELPKVAMDWVPIDLDRDSLPDAHLPPEGAVQCGTNEDGLPTYVARGYYHDDLLPAPYVPEKK
AAFGSHSCSARTLTDDVEILVLNDCDYKWVPGQHGTYPRDALNTGYSELGEVTYTGRGLYQGILRLGKVHPSHKVMYIPH
HGQEVSVNTYEVLVVTPRDQADR                                                         
>Dmel_FBpp0085929                                                               
MLNLNCVICAELFGQADEVFATVCGHMFHHNCLNQWLDRSKTCPQCRNKCTTRNIFRVYFNLANLDVSHIDVGSLQEQLD
NAMLSMKMVEKERNKDEQQIRDLKETQKKCLKTIAGLEQKVQKKDFLISSYVEQIGVLKSDAHVVDGLRKENKTLKSQIQ
SMEGISAILAAGSADADRLLKNEADPHVLANWVSTLKRELRQCESKKTELRNVVKVVQNDLRKEIELKRKLEERVSHLES
DLYQAQEKLQAFENKTAYLDSPNASCGLNSNILALKREERRTTISPTVKENIKRIEESTSPYLNIKSSSVGLAHLLNTKG
NIGLAKSKISPIKGVGGGVSMTSGTIRKTSSDLSEKYSIFKKPRLLLGSSSSSALTATTGSNFVYNGMGGSEKVDPFAQR
AEEEGLSTIRSSTALSRNVNQRLKAGSLRNFNLGK                                             
>Dmel_FBpp0086712                                                               
MDALQDEVESLEAILMDDVCIKRTPSGEVEQIETTVLPLTGEEEEQQYVCVTLQVHPTPGYPEESPTFKLLRPRGLDDAR
LEAIRSACNAKIKESIGFPVVFDLIEVVREHLSGSNLPSGQCVVCLYGFADGDEFTRTECFHYLHSYCLARHLNALRRNY
QEEFDKLPAWLQKTADPFQALCPVCREHIGDETDSLKCAMPPSELLNAPEFKVTEELRQMQQRMSELYLQQKSRGAIIDV
NAEGSAVISIETEEDIRRRRRREEAEAAKKLEGPSKEEVIKPTTSSTFAPVVQETHRIMPEPTNNNYHHNRRHYRGGRRH
HHHHQHGHHHRAERERGEQNAAAAPANAGGSTSNAVNTNSKQAKAQSASSGLAR                          



>Dmel_FBpp0088192                                                               
MGNCLKISTSDDISLLRGNDSQISGTQPVYHQGEHYQRELYPSTSSSTTLTPSSNNRQLSDENQVKIAKRIGLMQYLPIG
TYDGSSKKARECVICMAEFCVNEAVRYLPCMHIYHVNCIDDWLLRSLTCPSCLEPVDAALLTSYEST             
>Dmel_FBpp0089379                                                               
MSVRTKVLGLVDVMMRVPPVMVIDEILKMDMGMQSWLYPDKDKASGALATPTEAPAVPSGQDPFTSIKELFSHMTTSAQS
VLEQSIEKASEAAKTHGMLSSGFNSLMNELSKDQTLADVLSTTTVKFVLCVFAFLSAACIFMLWTRHLVMVYMFLTSLGL
TFLSYWSNVSALALTERSPSMVEDLMSLNTTRLLDSGGVVMSLAPHLMAQWFMGMLFAYIHLGPRFEHVQRSMPIIFASP
ILLAMLPLPAKVVQHLPVVAVFTPIILTKITLMQSAMEASRTVYNGYQYAMNFVSNFGLSALIENEWQRLNVPNVLRVFW
TIRLIQGGYALATTESDEPLDLMTATQKLLVDGCETMTAVLGMTGVISMFCHYIGRGFQWYLLTYDDEEKSLGTVSAVLF
YILALQTGLTSLSPDKRFIRLCRNLCLLMTALLHFLHNIVSPILMSLSAARNPSRKRHVRALSVCAFLVVLSVSLLYHLW
SQQSISTWLLAVTAFSVEVVVKVLVSLATYTLFLLDARRQFFWEKLDDYLYYVRAFGNSVEFCFGILLFINGAWILIFES
AQNATGGGIRAIMMCIHAYFNIWCEARAGWSVFMKRRSAVHKISALPEATPAQLQAFDDVCAICYQEMYSAKITRCRHFF
HGVCLRKWLYVQDRCPLCHEIMMYTDKADENAPEAEPAPAAQAEQPMRIYPRDDANNAAAQRRSPERAPVEASEQAPATS
SSSAAATIGAEAVSAIVESAAAVGEARSLVSVASSSSATHRISASGSSDSSYMTASAQSPPPTATSAAAVATAAASNTTH
MFRMSQDQQ                                                                       
>Dmel_FBpp0090973                                                               
MDKQDITKMTKKKLIVEVIKQRKRNKEKDEIIKDSFESKKRLIDLRLQLDKEKNITKELRLRLAAQDAIANQAENLSMKR
KKIAEENKCYICKWNYEVTGDHRPVSIKCGHLFGANCILHYLQRNKTCPICKSQMIRCMDVRIIIAGQNLCTAELLQ   
>Dmel_FBpp0111398                                                               
MRSRGAGDQDSQSSQKFIAKDEQRYPHHISCGHSFCSACLKKYLELGRDSRCPLCRRDFRADIQPSLSNNSAEEVESLPG
TEMDTLVLTLSEQECWFFEQLYRDVELTSRRD                                                
>Dmel_FBpp0112083                                                               
MSSNSSESLNKMKSLVGKMIFMQVTEHLFLRAQQLLDSDVSIEERVRRMEVLNNNMKWFNSERTRILEQLQLNIFGQISV
EHHNAMNMSENLYELREGLDGLSRRMESMQEDITCSICLSPWSSNGRHRVVSLRCGHLFGNSCIRTAIRRSHRCPICRRR
ALHADVRRIFSRRISH                                                                
>Dmel_FBpp0289416                                                               
MYIRKTLLLACLVLLFGGLPPLTFPATTTTLVAAMSIANQDLERYFRPGNGTHSFSGMEDRIAVDVYNYAFLNWSYVEHG
NMLCNMEFAQEQARYGEGKVLNVTGRLIHITATDNFSDDYACTPYIRGTLGAPIPDKGETWIALVRRGRCTFEEKVKHVY
QQNAAGVIIYNDKQVMQLEKMQIKGKTRNIAAVITYQNIGQDLSLTLDKGYNVTISIIEGRRGVRTISSLNRTSVLFVSI
SFIVLMIISLVWLIFYYIQRFRYMQAKDQQSRNLCSVTKKAIMKIPTKTGKFSDEKDLDSDCCAICIEAYKPTDTIRILP
CKHEFHKNCIDPWLIEHRTCPMCKLDVLKFYGYVFLGSEESILEYQPDPPQGLALVEARDESADLNRSRDFVVDFPRVFV
LDSGCVVGAREMLFPCRIPERSQSSLSLRQARDWVSLMSNKLEEQQGLRSMRNDEMQQQLLSARESARHRRSRSADGRYS
TGCFGGRQRQPSVLVSSLGQPQLHSEVAQMQRSNSSQALKHLTDAAHAQSRQRQRESFDFARTRRRFMRRESDEISLRSL
PRRGATSAAHRQLHREREPDDSVHTDQITIQVNGKGVDLNQ                                       
>Dmel_FBpp0289929                                                               
MNNSPKDPYRGGGGGSGPQDGAGSTGVSINIESDDNDSTTAEHDYLLPASSSSVTSGGGVGGGGVVSGGSTSTSVNLDHQ
HVPTARSSSLSGGNVRHGNILSTFLARQRSYTPASNSSSPVRVTTQMNRRLQQSRSMGANTGGSLEEPSSAGAAGGPGAS
PGTAAGVRQMGFWRVNLNDVFSLSTASSTEALRSFISHSNFRYPPATTAAPAAPGPQPAANPVDNSHILLGQQQPSMPEP
VSPLRYGRVSAVSGASSAGAMGRSISLREGEMRHNHSLNGGRHNASAIGLNSNPAAFDEREANESQDLDESDGNVENGGG
GGNPPEPAENNPEDEHLISDDMVVQILSHFVRYLPLIFILFFKFLHDHLLGIVDLLVLQTVMYNVNRSVRNQVARLAQKN
YAVMVRDTFLVAVVVTVRLFLATSPPDPFGLIVPPSRKSVFIEVTALPFHTSSEGDSPTTSSEPIKTNMYKDTYKSLNVI
PLGMLLYYIAVSDLIIKLLTMLVKLIITMLPHHLMRLKVRARLYVLVEYISQFYRAMTPITQWLLFLYESYSGLEVVSGG
LFSAMYLGAKIFELVERGKSLKKAIVTFRKNIDSERPPTKDELDAAGALCPICHDAFNTPTVLECGHIFCDECVQTWFKR
EQTCPMCRAKVSDDPAWQDGSTTFFHQLY                                                   
>Cele_B0281_3                                                                   
MPLPKCEICDDDFSSEDGDHSPRNLKCCHTLCEGCIKKLLNYSRIVCPFCREPTEVPGNNIKSLHKNFSLIQVIKTTLVE
EAEARIIPKCKAHPYNLAEFFCVNPDCSSNDKLMCRTCEDFGVHKGHAKYLLITRIENSGNSLQKAISDLQKKLRDIDQN
VEELKKAQTLFNENGELFQKKKNQITNFYSKLREKVNEREKEALSELKDVARTARVNNTKSLLTLMQVRSIYDELISEAK
ELLKKTSATSFREVEAILNRSNAHIMSQEKIFEPNPFENIKVNIRPIEIPMASIEYCAKPSNSVPRSSGESDPYAAMKQL
DVKLLRIIH                                                                       
>Cele_B0281_8                                                                   
MQVPKCEICDDDFSSEEDGDHNPRNLKCSHTLCEGCIKKLLKNGRVVCPFCREPTEVPVYNIKSLHKNFSLIQMIKIVTK
TTEVEKNWDNFPPKCVEHPYNVAEFACIESNCSSKNKLMCQTCEEFGAHKGHAKELLITKTDKFRKKLEFWINQLKLNIQ
NCTVKKNELEEAVVKSEQLLNIKVKKIKNHFDKIRQSVDKKEKGIIDETTAEATRIQKFNNEKITYLIDLQARHVKDIEA
IEKQKNMTDIDLYNTGIDLPCFFGHLNIEVFRPADTKEMDIKLPNFKFEDGS                            
>Cele_B0432_13_1                                                                
MTSQPTSSLQGSCSICFEDLKQNDKISAIVCGHIYHHGCISQWIATKRQCPSCRRTVPKNGFVEKLFFDVQRMGGEAEKP
PEIDYREEHYKLSTSLKVEQEKLGTLNTENKNLKDTVKSLEKKIIREKDKYRQEIPKLQATINHLTISSEETAYLKRELQ
ESKNRLKTCEFYKILTVHSSEADKQLGEYLKKNGNLDTEKFFQLMKSTNKDLTDKRREAAKEIEQLKMEVQSLKRAAQED
AAIKKTLKKTVLDLRERANVDTPINNKRLRDVLETETPPPAKRKSMGFDESSQMIDPDGELSFFKQNENRTPVTSVPSTS
KAVLPFNFDDDEDDEYFKTPKIAEKKKKLPEAMAPVSEDSFDFDIAVPQSIINRIPAKTTAQPAKKYPKIPNLSAKTSSK
PTEAPKTENVLKIKSKSQEIAQKPQKSTRISSFFSRTTSSTSNLTEYVILD                             



>Cele_C01B7_6                                                                   
MSFFLREIDGERVCSTSTETSIPEDRKSARRLRKLLYKCAENTCKPDILRVPAHCGKLDKEEEKSKTPLDQQQQINFHDI
LNSKFVVGPPSPFALVAIAKSILARFGNPEEVSEKEDGSEEEAGTSGADEEGKQYKNTDQLVGASLTCIFEVLEQLSRRD
AELCVQALESLLSLIQSMPIDCLQSENRLSMSAMMHVLKTLREDACPSVSSKATSCLVALSVACGEPEHLGSTIRSLICM
KKNIRMSADSTYDMIQMPENLRKLLLKVRRKALGGDNTANSPPNWAMVDVHEHSVASSFSLPSLPDSSPSSDTPDDDNRI
HSTMACDGTFLYILNYVGLYKLGTGLNETISGKLYAANQSLQSSKNVQMYLCNGSLYLRRNYSSCISVIDTDSLLDIGEV
ILPPSCVQHALFTDGTYFYSATLIANSTLSTIQLNDSFSPSNEPSSRRSHRLTDVKFTIQGDLQVPHQLPEFLPANLHPQ
TVDLHFTREMAFIQARSGKVYYAGNGTRFGLFETGNNWMELCLPEPIVQISVGIDTIMFRSGAGHGWIASVDDKKRNGRL
RRLVPSNRRKIVHVCASGHVYGYVSENGKIFMGGLHTMRVNVSSQMLNGLDNVMISSLALGKSHGVAVTRNGHLFTWGLN
NMNQCGRVESTSTTSSPRHSGRQEYQICPIGEHTWLTDTPSVCAQCGLCSARGVACGRVPRPKGTMCHCGVGESTCLRCG
LCRPCGEVTEPAQPGRAQHVQFSSTAAPQRSTLHPSRVILSQGPHDVKVSSVSCGNFHTVLLASDRRVFTFGSNCHGQLG
VGDTLSKNTPQQVILPSDTVIVQVAAGSNHTILRANDGSVFTFGAFGKGQLARPAGEKAGWNAIPEKVSGFGPGFNAFAG
WIGADGDSSIIHSHTALLSSDNILKAQIVANKTNIFIFPREVGKDYIVIRRKLNVFEHHASDYKCWYTSWATDPKYDMLW
YYNSAEMEIKGYDIFKKSEKSVGDAFDSLTFLAGAEFAVQVYDSPAYATSMSLGMQLLSATFSANVINLSEFWKEKHGER
EQDHEKTIMDGYSVANRFDGTGGGWGYSANSVEAIQFKVSKEIRLVGVGLYGGRGEYISKLKLYRQIGTEADELYVEQIT
ETDETVYDCGAHETATLLFSQPIVIQPNHWHVVSAKISGPSSDCGANGKRHVECDGVTFQFRKSAVSNNGTDVDVGQIPE
LYYQIVGGSESRDESDSNKQLSISRDMSNLFSPAALKNVTAEGIGNLLILLEWALQRVQIDEDTNNQVEGSAENQWSQER
AGFVAILSMKLISRFVRTVYKEKGCHDEPGIDFANKLVNLHSMLLEFFFSTDMTGYENRPLIKKEEKVVEEGYTLMKCVS
EAVKLFISLSHCFMGSRSLMNAHLIAVMNKGNHEALILTSAIIGSLAKIERFAHQLLCSTTTTERFPMLSSLLLKHFNCE
KETLASLTSFPNILRFLYDQTFMRNAYENTSSLAEAILVKVSRDLAIPTDDTLMGPVVHQTSSRFRRRSAQPTWDMSDGC
ADAIAFRVDSEGIKLHGFGIYLPTEPDRRNFVGEIMMLSPDSSEKWTCLLRVTAEMSSEEKEVGIVRFPEYVLLSPGVTY
AVKVNMMKNTKTFCGEGGVTQVHLLNGARLFFSGCSMSQNGTTVQRGQLPYLIYSILDQSNSLQIKQETIYDTFTLLLRL
MANKIGAAITEGGALPACCQHLMSHINPHVMVYMERFPDKALEMMSTMEQLIPMVSNLNGVERVFHSYDSDDSGCDTPYS
GIVTTVVESQHPYKPNTSSSMVLLFEEADYICVRFSPDCQTAQFDDQLTIYLKIDEHSYMPIERCYGSEWPSYPMILPGN
CLMFVLDASSAVEGATSEQMFGYHVTVTGYLVGYNDSTMRLEQDLVWLSANACRIMTQLPINPSNIEHLSTAEDDTRHLF
EKHGSLLKKGLSLSHSPTLSELCTKGQPPPAQSADLQFLREFLSGHTSTSAGFLAKWLPTGSVVDASKCQLSLSHDDLIV
GKAVTLKLLCKDQYDREVDCPKLQVEVFASLGHRNPSSTIHQNLHIGNLPSSLLIHQNPFQPIIVNHTRYMNIAAMPAYA
NYSVEEIRLGFMIEELVKDRVPLKSSDSSLFSGTWTPTTAGKYRIECKVDGSDISHTYTVEVTERPHRAGKGTITKPSGS
RRGAQMTVARTVSIPFSSDFSGIRMRLGTTLASTSVGVIPRGALVEFIEEMDNDDGKWIRLTDETALLYGCNQGVGQVWC
LAYHRPLQRELIPLKADTDREKAVKLRRKEIEKESNGSKHHSVSIDAKETYILSPNDVLQVYSTPAPHSMIDGEKIIGPC
DLMSSGWLANRHGVWIKLTGVEKYVLQKNDPSSETSLSFSTNGNDEEDLERPIERKKTRLPNALTPSVADCIRAVFAAFV
WHEHLVKDLMAAAAYLRFHQNLHNIWQSCEIPSCTNAPAALQPIVKIWREICEVVETSVEQHLIMPPVSNKAMRAETVKP
PSRSGGCELCDANITVPLTVHLRMAHPGCGGDCLGYGYNSNGKFTTGWSGECGAGGRGQSPWYLLCNTCRSQYLKKTPAG
HHQERTRRWREFRFSTSASDARPEVIIRQNAMFLLDLNSRLQTESNSSSTATSGWTINLFPTHLSTPSTMPRSQQKRLDV
PPNNSVHQNSYMKLGYSSDPGPKVNVIMSPPNQGADQSASLNRPGPSAINEPAEVLQSPSAALRTLFSNTNPSTSALLKR
PVLAFCVEHHDLKRIKSACVQSVRRAVAFSHAFRVWNWLLRMVSSEYSVSDIILQYLTTLTSYNRLAEYMFSAKKNSNIL
PHPWRLCFLAGPIAADMVTQLHAFLHTVSIILQSAGVDGRLKSLCFKSWTLQLTAQEQDLLILTCNILGTVGGILSDTSI
LDSDNRFVKEMKDITKFADITASSRQAMVICLTDESGETFWESGEEDKNRSRSLSVQLDESAHGEILSLFIDNARDEGYR
ISSIAFKAILEDGRRKDLTSLTLESAYCGWLKCCIKDISHIQIQFKGPNPASRIRQLMILGYPAKTTGTPRLAPSTSHHL
FFSDTQRDAFALFQAISSQAFCGELSEDDTLRERVIDLLFSRVQLYPLQNYVYTQVVQAMEKEVELLCDKSKRNYSYCCG
LMSLLVRICDSRGNMDSFGQRNSVLTSITQLLIFSPVVVQRQCLNSLECIFASFTPSNVEVPKIIRNLLVVVGKVIQLQV
RDKAAHTVVTVHLCSSVLNAPQNWRVDKSIDMDIGRQTAVLVENLCNGTYTPEWSNATKCELANCLLSLIQMPESVSYTE
TLSTGGKSKAVAVVSSKRFWTAISSLSLIKDKSWLELSERWKTVQDEEDQEPVLLCENHDDGHTVAQVFCVDCDVALCKE
CFTVMHLHKKNRNHGVKNLVQSSTQHDINIHQGCARMKFLNFLILFHGEALNGMVEVAADTLFPTSTSSIQPAMQSSSAF
LGIHPMTCRFCGNNVPVEDQSLDGTCTHEDCVNYAKTACQVMHTCNHFCGGIRNEEECLPCMTCKREDAAQDGDDVCVIC
FTERLGAAPCIRLGCGHMFHFHCVRMILERRWNGPRIVFRFMQCPLCIQPIEHSGLQDLIEPLKTIRQEVVDKAKMRLEY
DGLLTTPALTDPRSEFYNQPEEYALDRYMYVLCHKCKKAYFGGESRCQAALDSSQFNPEELLCGGCSDTSGVQVCPRHGV
EYLEYKCRFCCSIAVYFCFGTTHFCAPCHDDFQRLMSLPKHLLPTCPVGPRSTPMEEQTCPLKMKHPPTGDEFAMGCGIC
RNISTF                                                                          
>Cele_C01G6_4_1                                                                 
MGNCLPSLFGFVRQHDETPLRRSRSSDAAMSFTNPSMMQQSSSYVNQLYQHNVIRQRQAQEQGKELDEAKKNRIRGLLEQ
IPADVFRGDMTSNECAICMIDFEPGERIRFLPCMHSFHQECVDEWLMKSFTCPSCLEPVDSTILSSLTAHNMQSLQQIVC
SPTSSSTAKP                                                                      
>Cele_C06A5_8a                                                                  
MSATKSEMPADVASVTDSSAASPAFPLIGDFLEEFLKCQVCCTNYNETTKLARGLHCGHTFCTECIKTMQKYGNSAYLEC
PSCRAETKCDIAAVSTNFAIMELIRKCGFLGPEKPEEPPMKQAAQPQLEQTIDELIDEGYRLLIADVKADLMAKFEQLRD
VSKTSTIEATKADLEVLCDSVKEAVYEADLEYSYDEEESDEDEEENEDEEDVEEEEEKPCAEKKSPAQPERSSSLVRGFQ
IGLSRLFRNRRIHTEHLQVDHGAIATKLETRAACTEKSDNVKK                                     
>Cele_C06A5_9                                                                   
MSEKNTENPEILSTVLAGYCQCQVCYQPFNETTKLARSLHCGHTFCTECIRNVQNYGNSPHLECPTCRAETKSNIENVAP
NFSIMELARNFGLLGPPVDAPRTSSSCCSNKTNRDEMIDNKFRELLVEVKSSLIHHFDVFRIKSQLWSLAEAEREVSNMA
EALAGAVSECYYDSDDNSDANSEDQRVRTMLRFLAARDSDSETTEDSTDFLESNTTVPDRTLGGGFYRNFRRLFGDENEL



DDPGVVSGIEEAAAYRRFRGLFGNDNDSISQVSTTSGSFGNHENDHFCPFSDDDNISECSDDYYPTLVMPETDEEETYKS
FRCLFGDENGNLDFSDDEKEFSDNESSLSSVSTEDFPNSHIEEAGRVLHRFLLLSALLNEE                   
>Cele_C09E7_5                                                                   
MPEEAPGEATEEKAEKESEKLSESSTDSNAAENLDNKENIIESTFKTAIDKEDTKSCSECTEFKTYMNNMKSVLEETLEE
EKEKNKKRDEASKKTLNSKNEEIEHLKKRVISLSNSQSENETMKSKISKLTESEKKLKETNGKVTKSRNQLSERVSELEA
QLKREADTAQKPKQADPDLLNKVGRLNDLLTSEKQNTRVLQEEVAKFKAELESTNKTMKQKLVHERKTLIKEKLEQGKEI
TRLLEANAHLSIQNEEQKNLIQNLLDQQQTSTSNAKWCSKKEAENMVHELIALTRTAKIQRFALLELENYKTNIDNYLET
VETNIQKVKRNSLDLEPLPEEPKISDKFMRLYLNEKEKQPSTSSKAKFPDKPGILVGNFRKSPGKNNTVTVSAPSSELDD
TECAICLEEMYNFKETIKCECRRRFHSKCATKWLNEKRECPTCRKLMLNPSDYPPLK                       
>Cele_C09E7_8a                                                                  
MDDDFLPRRLKYSKHSLMLVALDYIPKELHKCLDMDRLEDVSAGGAYTTKQMLEEILNSDSRFRIYGNAEVFEKLLEKYM
NFTSCREKFGFEKLQVLCVPIPMSPNLKGEKYLTKQDMFEHVQFYLMDVFHHTGFPFDNVVISLAFIKFRADRLNGCMEF
VSNAREVLNSIESEIDQFLDELLDILNAEYFPKNYALPSKNPSFDTLYKQWKSFFPDWKPDELDSIQRFLEDRYSHLPPH
KNAEKYGGILFVNHYLTNKYRELIDSRPEVFLPYNAMNRHKAPITVRVILFKDTKLVLRGELYKAMNQAYPDRVPIDYTD
DLEEGIIYAMNFEDVFKEFGDLWYDIEFILTKVTRTNNATPILTLSGEFCIPGLQAFYNIFHVMNNVLRLFQKVKKEMWH
FVCGYVKILEVRLKPFEDTPCFITNTALETIIQELCEYWRMFENAPFKDIRTVKGATFTADDLKNELSHIGVLDIFPELG
ELVDTGYQAILEVKQNADNLKTWDLMDYLESTLIFCFSSRFEFLNNLLEIQEGIHPKNENLANIFLGITSKPENLLPYLI
DKSRYQDVLPTVPLERHRVRVTYNFSIDDETISEPTPVPQQLEKKTENCSECNDVRMEMNTVKDVLQNVQKQLKNMQQNS
EQFETKLVASDNKTKNFEKQLEDERRKNNKHLESSRKTLISKNEQLEALKRRATALSNCQAENQTLKFKIAEHHLLEKQL
NISNKDVTQARDQLSGQISELEIQLKSELKTVQHLKKEQTISCNLTNEITKLKDQIEREKLCSKQLEKEISQLRTEADEM
NIVMTQSLEMENLQLRDATKKFETENASLLKTNQQLSIQNEEQKRLIQVLLEKQQTAPSSSDFPVPSTQMTDNEENSRQQ
LWKYQKIKDSFRDGIKLRKAEAMVKKLTSLNRDPGVHQMAHRELENFKKLTSHYLQAIEMNILKIKNNGSSDLEQLPEAP
KFSDEFMRFYRNATGKQTLTSASFSSGNSRGTQSYGSSISTMPSTSSRGNVQHHSGSAVRGQSITPTGLSQVPMSPRKLF
SQPNIVTASITSTELDDTECAICLDEMTNFKETIKCQCRRRFHLECATKWLNEKRECPTCRKLLLNPSDYPPLN      
>Cele_C09E7_9                                                                   
MNFEDVFREFGELWYDIEFVLTTVIKTKNVTPILTLSGEFCVPGIHALYNIFHIMISVLRIFQKVKHDTWHLVTDYVNIL
ETRLKPFERTPCFITNTALETIIQELCEYWRMLENVPCKDIRSIEGARFTENDWKNELIRIGLSDIFPELVEFFDAGYQV
LLNIAQNGDTLKTSDLICHLESTQAFCFSSRFKFLEVASDIQQGIYPKFRNSVNVFIGIASKSESLLPHLKARSRYEGIL
SAMQVDKQLVPPPIQICHKLIIDAETVSNPTPVPQQLEKKTENCSECSDVRMEMYTVKDVLQNVQKQLKNMQQNSEQFET
KLVASDNKTKNFEKQLEDERRKNNKHLESSRKTLISKNEQLEALKRRATALSNCQAENQTLKFKIAEHHDLEKQLNISNK
DVTQARDQLSGQISELEIQLKSELKNVEHLNKEHKKAIDLANEISKLKTEIERETSISKQLEKEISQLRTETDEMNIVIT
QSLEMENLQLRDVTKKFETENASLLKTNQQLSIQNEEQKRLIQVLLEKQQTAPSSSDFPVPSTQMTDNEENSRQQLWKYQ
KIKDSFRDGMKLRKAEAMVKKLTSLDRDLGVHQMAHRELENFKKLTSYYLQAIEMNIPKIKNNGSSDLEQLPEAPKFSNE
FMRFYRNATGKQPLTSSSSSSANPRSTHIEGSSISTMPSTSSRGNVQHHSGSAVRGQSITPTGLSQVPMSPRKLFSQPDI
VTASVPSTELDDTECAICLDEMTNFKETIKCECRRRFHLKCATKWLNEKRECPTCRKLLLNPADYPPLN           
>Cele_C16C10_5                                                                  
MTFSYFISIFTANLSPTFPCRKVNQLNYFYQLLNLKCFFRSIFKIGHFPRGSPLYLLEKSITFSKIISIFSGHRMGQHGA
IRLQNEVQEGMPPPHELTEEEQWAEEHRKMHEKHKGHEAMHMEMMVIFMISVIVGQIFLVTWKRKHFKSYQMCTLIGMLT
IPVYVCFNRSWYRFLATWLVFCIFSAFIWLKASAQHISGGTPRFVYKWFLFLHKLSYVLGVVGYLIMMGALLGFHVLFGV
SQPTLMDAGILFMFYGVYYGVLGRDFAHICTARMASRIGYYTPEGLPKKHLEDGVCAVCGGRLDDSEHVHDADAVVTTKM
VEDEDEKLYKLSCGHVFHEFCIRGWVVVGKLQTCPYCKERVDLQRMFKNPWEKPHLFYGKLLDWIRYLVCWQPLIVTAVQ
GLTTWMGLE                                                                       
>Cele_C18B12_4                                                                  
MTKKGRNVVQSVGLLVLFGIYQCNAQYVVDVMRMTSFGEEELVHKCLAKGGNFGMDVSDFIISEENLGCGVGVEPVDACG
PVRIAQNHTTRCHNLFAFVSRSNISHPCKFSHQAFMVQNSTYPFRLVIFYNYPGQEPISMEGTELRDKVNIPVLMISHAC
KEEIAKKFSDTAGYRLRVRIDPGYYELFRYLIPFLVVIVFCFALFLITLCVRGCVERRKLNKRRLSKRNLKKIPVKKYRL
GDDPDTCAICLESFASGEKLRHLPCRHVFHCNCIDVWLTQTRKICPLCKRKIGTDSDSECSTNDLASTSQGPNDATALYN
NADNQSGFELPVPQGQMVDLWSSQEALVDQDIVLHNTTRRSITGFVRNAFRKLRNSPRHRDVDVHSGLEGGSYLVRQQTT
SNDNDHLLENEVSDPTSSSELNIPSSEELTVPTSISTHSLDTATTTTPSSPSHSCQ                        
>Cele_C18H9_7                                                                   
MGQRQAKQHMQAGVKLYHQRHYAQAINKWRQSLNRLNNAEDRFITLGYLAQALCDQGEYEGMLSYALSQMQLATDQNDSA
MKCEAFLNLAKAYERLADFTKALQYGKASLEHPSMDPRTPGYAHLTIALAHLGMSQFQQCLESFESAMNVANETSDRLLE
LQICVGLGSLFTLLRDITKALIFLRNALAIVQSVTVDDVHAKYRCLILYHLSVALRMKGSLVDAKEACDEASQLAVEMGN
RAIHARCMCSLADIYRELGESEAKETITKSWARYEDAYRVMRGANDKMGEVLVLSSMAKSASESRSHYTGQCECQAIQLN
KKCIEIANQIGCKHVVLKCHLRLAELYSQLNDDDSEETARRAASRLTQEMQLFCNFCGQRYGLKDESLQALRCSHIFHEK
CLHTYLLQRTDQTCPKCRCRAVLSDNISIRSSIASTIDVQSPSTSFAPPGGVATPLVSAAAELGDITPQATLTRRSQQDK
ILRGAEKDIDRVDRSLARLKSQQSAAANACSAVAVPSPEVPSTTASCASEPILTASTTSQSHTHSNANHKPPPPPRKPCC
SQAALPPSSIVALPPAMPLAEDGPLVITHTPTVTDV                                            
>Cele_C26B9_6                                                                   
MAPRTKKKDYLWIYNDGNCKSNMYEFHKDLQEHIENSYKRKKKTCKVSIFGVTHTIDFEKMLKYRNRPNTSEVKRITRSQ
AKQYGVLGCAGVPYMKKEGFQQDHDICYICYYKLTIPTRIENCGHEFCYVCLKSNFAMGNDCPVCRGKISPSLFSMPIRY
DLDIHMQCPEDYADECADMVDRDHFRKSYIKGQEPTKSKPTLRRSKRTTREKYYWIYESSSFGYYRYDPKDEKYLEECYC



RKMETCVMRICGTAMLINIKDGVQEQVENEVRCTRRKILRIKATEIEKYNIKGIAGINSYCRPIRR              
>Cele_C28G1_5b                                                                  
MSFPKCKICFDRFSDTDSEHIPRNLTCGHALCHKCITAMVNNSTVECPFCRTVTNIVNNDITKLLKNFALIEVIEDARYS
LNKKDVVVVNSNSPPMCKNHPHNLAEFVCVTSGCKSQCKLMCRTCEEFGNHKGHTRGLLQEEAAKMRTVLNNSETKLENF
CDSIQSCIEQYKNAQRSFESSGATYKAKVKSIEEHFKKIKEMVAQREKETLVELKDAADCCLDDNKKKMEILSVGHQRFK
QKLTDMKEFHNINQAGLLSKESQIMELVEMAKIATQSNVVNAPQPTKMDDITINLASFNFGK                  
>Cele_C32D5_11                                                                  
MFIADCDRTCEKPADAFLDANASLLPSLSRFSLVSGNSFIKTMGDSGVEPVIPSPSTSSNNPVEELQCTICLSTRFSQEC
RIEGCNHSFCFSCISEWVCQSLRPSCPMCRKDVDKVSYDFSEQKLGQKEIAIKEYRSGHMSLTPTDRVQLLSERRLVVRN
LMHSYKVVGLLSSEISGIEESKEPDEILKNALIELAAIVTQHIQKAEISLSDLRTEQARINKSIVFNTVTFRRMVYTSKV
KVMYPDLKKVKIKPSDIAREPDRFRNVITNFLIAEFDAIPFQNQPKLAGHKWRTKFLGSCIDMQQKQRYAAQIYELMLSR
PSGDHLFRRELNEILTPVSAVHIQFLDDHLDAIIAIEKLTIEEFYNEVYYDSIYNSFSSNFFDYNSMGRDDPQSRFEALF
NQIHRDIGSTNDWMDTYVAGRLLRQSSNTDGTDRATNNDDDSDRSESPEERVPTPMPDEDPREQSLARAYYEQMLEMPNR
VPLSMRAYHMMRDRDVRVRYPTTEEPVPVEPVTFGQTTRTLPISQQPTTSRSHMTLRSAMRRLDSDRPTDEEIPPIESRP
QTRREIERDRLLQRVREFDNRSRGLSSLFRHPASSDYTSRRFTSDGYSGLVMLSPRLNSTTTSSTSIPVYQPRTMTSNDF
AHLNRTRSILERRHFPQPPREQRIEEVEQLFNRAYQNMQQTHQAIQEHASTSNAPTQIPRPATPAPAISDEESRSLAEIV
ATINQEDADNGLDFISVAHRTRSARRAAENGHPPEGPPAKRSTNSRRDRR                              
>Cele_C36B1_9                                                                   
MSESAEVISNADASYGTDTDTLPDTELPSLNVLEVDEPKEEIKKNEMSRIDIIREAADNVQSCRVCYDEYHSSSNQARVL
QCGHTFCTRCVVGCSSTMNNTSEEFGIKCPECRKINEQVPATVPINFQLMQILTTLSLVKVLQTPPQDQEIPKYENFERL
GTEIPIADLVNLTMGELYEHLKAVFNAIRLRGKRDKTSIRPSVVHRYDSEFKKIDEVERSMNRVLHNVIKLQSGETLPRP
APTITIPYWQLDREYRRSLQDNDWMREMVVFRPPTSGPVPVRPLVAPPQPPAQPPVQDVDTVLEREQAARAEADPRRHLN
AVREAHLRRERESAQEREAAVRNEQLMRQLLDRNENMQNVHIDRNDPFSLFRHLQRQEERDLEMHLRFRRTLDQDRDRES
MRRVADGLPPILDHDDVDVEEDDDESVASDNSSFVDEPVERPPPPRMTLGEAVTIYRMIEVFSPRHFRHGPDSFSLPHNH
ANLNSLYRELLPPNSPITITDTMSDSQLADLRRYSQANNVDCDRLLRVLRHHSIKFAPTIVESPRLTERRRRRQRPVPAD
DYNAHLSVIRKRAKEALRGNRPEQPTNGEESNLTIRLIVNLANSMGVREKLDDVICPQHRAQEEEKEMFVPRTNGSTRQE
MLFCNVCRCEVPMGSKAVHSQGKRHIAAMAKFVF                                              
>Cele_EEED8_16_1                                                                
MSSLYVPLVLRLEVRDRTKIVQSFIDDSKAGSESPLAGERTRQRLVKKGNTPPKKELKGREEDPPIGVMSSEPSHNYHKG
RRTYSEVVIESLDGEKLVDSSSSVAGTSEKSGGRSVSEGPPDQVAYYSGNPLTEKTEGIMHFYKYNDEKLTKVAQCRMLC
MYAVPAQVEVREIISFMCISLPMIVSIKVVRDPAPNQYMLIIKFKEHNDAVTFYEEFNNCPFNDLESYCCTLFFVDRIEC
TTSNDLFSSDDTSLTELPTCAVCLERMDDSVLAILCNHSFHARCLEQWADNTCPVCRYVQSPEVVAEQRCNDCGMSNDLW
ICLICGNIGCGRYAEQHAQRHWELTSHTYSLKVGGERVWDYAGDNYVHRLIENGADGKLVEYQRESNASFDDKNQKGGDK
LEGIKLEYTLLLTSQLEDQRKYFEGLRHDMEQTMSKMEKTAYAQVENLEHQLTERSTELKSLKGDLDDTVTARKVAEKRA
TQTNEKVNKLANELKDEREINQMLRKDQQVWKGQVEKLIESQKTARTEYEKKIEDLQSQVNDLLMHFETQNKLKEQLDAG
KITQEEITESQVELDSSSSSSRKLNRKKKK                                                  
>Cele_F26E4_11_1                                                                
MGVVNLLSRSSFPSVDSYLALSVLVAIVASVTVFTTFRSQPELQKLIEEELRNNTRLSSAYGLNIEALSGHTFFQIAHYI
LSDTTLIWVAINSYFAILAVCTRLIIKLTFKELARQEENVARQAFFCYVLLTIVYLSVVIGPQKGHRVMPWMIWGGICAF
LSHLQFITCQRLKHISPSCDRGSQKISFLSLFLFFVSIAMTFLISRFQHHLTWQPAVLLYFDCLLAVFRSTYILFRCISS
SRVFSFNPDSVRHFNYWLELITNFVCELIQMLSFAQLLAFSPGLNLTSIFFLYHMKLTYNCMTEQLSRHRNHKKIFEHIE
RSYPSVKCANGDDRCVVCWELLGTSRRLPCSHQFHDWCLMWWLAQDSSCPTCRCTIPSPQDQIRQPPEVGNSTRLRFNGG
SFGFVHFPAFTLEVAANFGPFFGRAAEPTEEQLQTMLEQVREMFPQMSVDIIMTDLRQSGSAQSTIENILEGRIGMNASF
MPGGVLDDELSDESENEIEYEEPAEIVQEPDNGRQRTWTKLSSSSGDEDLSYYEIQRAKMIETYRRKYLESDKAADLRAM
GITE                                                                            
>Cele_F40G9_12                                                                  
MYCECRNNIFQRTRRRTQEMYIDDGRPECKICYKNYETSGDHCPRVLSCGHTYCEICIQELASLRNNVVIACPYCTKLSI
ISFKHWILTSFRVSSAFPTNFLVLEILNGKAKDMLQCGVCQLTYSSQRIPRIHPSCGKSVCEDCKEHECKACEPPNEQSL
YRLVMARLAGNVNWKSDVPINYTIRDFLEE                                                  
>Cele_F53F8_3                                                                   
MLRRSSRHADQRKNGAQLRAEEEANKVKLRLTAENEKLKSEVEKLKKDHEELSRVTLKVNTEFTIQESHMARLLRENMSL
KEQLNDFSFKLRFRDDMSRVEEQVKKEQGVTDGYRRRVNQLTEFHVKSQEEQRGEPFPWRTCEICACKFEGETMDQTPRV
LGCGHTMCMGCVQKIVGQGYIKCPFCRIVTKIGTTPLNNLPKNYIVLNM                               
>Cele_F55A11_3_1                                                                
MRVSAGLMIGGSCVATAATILNAFLINKQFYPSIVYLSKSNASMAVIYVQGIVLVYLMFQLLKSILFGDLRAAEAEHLSE
RTWHAVLETCLAFTVFRDDFSAIFVMQFIGLLFIKCFHWLADDRVDMMERSPVITLRFHLRMMTVLAALGFADSYFVSSA
YFTTITRGASAQIVFGFEYAILLALVLHVTIKYLLHMHDLRNPQSWDNKAVYLLYAELFINLIRCLLYGFFAVVMLRVHT
FPLFSVRPFYQSVRALHKAFLDVILSRRAINAMNSQFPVVSAEDLAAMDATCIICREEMTVDASPKRLPCSHVFHAHCLR
SWFQRQQTCPTCRTDIWQGRNGAAAGGNAADAAANVADANVAGAQIGAGMPPFLPFLGHQFGFPQQPAGAGGAQPGAAQA
GGQPGPFPHQIFYAPAPANRPEFMNLIPPPPLPMAGPPGMFPMMPPPPLPQVNTTQGTSSETPPVNPSYSQLSTEELRRM
EGESREALLARLQAMDNIMVLLESAQMQMIQLATVTPIRPRPVVPSDESEQEAPGPSTDQVTSEEQEIPATSSAPSIFRT
ESPSTSSTAPSTSSPVTASSTPTTSSTRTPEAEEVRQRRLARLLGENANQ                              



>Cele_H05L14_2                                                                  
MVVRRAATISFLRCMLSDIYSPMQVASVKFDARLDYGMDNEVIELFEKIIKRFGKLKRDMIPFEIFKLVTLYCTSQDIRG
ILGNTQIPEMKPSYRNTLTKLEKIREEIIDYQNRERPPTEPHMKTFLDFILKKAVENHKYLEMVEYEKDGNHLETYIDDL
CDSAPKKELYGGHPGLQDHVVFLKPMVWTERGYAISPDLFTMYPELETFFRSKIGMAFYQNYMKYIGNKFPNMQNKILDH
VNAFASQYFQWMVSMVNFPNNIPADVRWKYAPMETNYSSTSTFKKILLRFFTFFENGRIRRKFVFLHEILVVFQKLETLK
ISFVGSDPIKLSSKTTESPLVHEIAEFTNAEHVMMMIRKTIPNAEDSIEILDSELHAMGVIDRKCLPIVSPYNTHCIPSP
QAFQRIVEILIDEVQIGRRIPLNFRCLEVLIKKMERIFVGKHIFKTMVDRNMVHELINEATELMEKFNGKLKKPKGLLGE
ITPDLSEQQKIEAFLDAYDQFKPMVSRNEMIPIPEDFELMTPPGEPDMDFVHFQICPPTNEDLHLISRKLISNLKRKQYS
GSGNFGSTFSSGAEKMGNIPDKLLDSPSNMGSSDSESNDFPSENSEQCSVSSADKGISSNSQTSDVPKGKVITLPDGTVC
VSLTVKISEEESHKLGELEAKKENDEQILEPSTSVLFERTAFPPVDSRSPTSRFPGSKKSNLITRLNVNEIHSLKKSLMD
LLKQEKMSQEQRDDSDVDDEESSVESSESPCTSSITISVASPTDPEAKRQKKKEKKKARQLSKEQQIKKQRLERAEAAKQ
RELNLAEHKRHLAKYAALVAKPTVVKTDEQPNKKSTQLQPRVEKTEKMNISVVSSDEQKVENRTGSFSSPSSTRLSNSSN
IPSCFATPDSPDSQLQSFVSNNSDLDADTSVNLSITTDGVHLMMCVDKAAQGVVVEATHVGESENTIEVVEDAEKSFEIL
VCGQRRKVTPFTPRRKQDSSSGDEQPASESTSAFDIPEHPPVIVPFRNAPIVYSSQTSNIPQIHPPLPPPRFLAMPMQFS
GHPPPVIMGPPIIRPFGAPPPQFIPIQSNYGRPPQFPPIGVVPIPIQRLPMQRMSGPPVMMSRGPVYCSQPVPMHPMQQN
VQNMQSSSRQDFGMNERLLIRPNQKPLEITAPPVSASNSSKIEKMGKVKRPEPRRKEIINVSRVSQVRNNGKDLDQFKTQ
KDTVPETRKPINECKESEKSDIVVAKDVGVVEQSEIVSQPENSKDLSTSANKEETSIVEQVAEKSLIAEKPDVRRSSSID
LNGDLIEAVVATVLDDSDDESPIPSTSVSSESVLDSTQSEAQQDAINRVLGFSKQCEETNFSIWTGFENECPEPVIDIND
NVLAAILEPDEEPKTEEENDVVTEIEDKARDFGEFQKPTLLTICQEVEAYFSEHHDEYVGSVVDDMELRKIFKETYGGSI
PEDHKQIIEEVCSFQPGYIHVFDALIGSKLEFTYTIMSNIDRKIEKENDRLYQHYSSRPAVDGVENFYERFEKEILPEVL
PFISGRFISIRTFVSIVEVVKDNCLDAIDLYYLAALVFGTRPFFSRFNGKIKQLHIFETAGKRWISRPLIDEEPRLRSSQ
NTKESRMVTVLDFLNRLRPHIDDILQVLPDTVVNGAEFLSTAKLVCGWHDDHEERIWNKIVHDRSKFQEFYEAYKPFLRI
EIRMGTIYLRKLTYEDDDVVFGDGISINMMSSPYFTTLKSVLKTDESIQTGEKKNVKFAAIDDLIVHDAPHPTDGYSNRS
TQSDNFEMNQIWDLEKEVIRQLKRDNITFAEFIKSEDAREIFRHQFLADTFKKMDLKYFAFILEKAMVESREQSWKDTIQ
LRLAAEEAHLQLDLARGQFKKEFGDLRARMETISRFETFEVQVSSESRIEQLQGRIDELIRERNNLVKEEIKEEKALMER
QINEMKAKHLQQTRKMADEILRLKQQSAQLATARDELLRGISELDNNSQRSAPLNIPVPTAKEFPPLHRNPQPETVTISI
VSSNIASCSSSPSPPTSPTLPILSEARRQLKLTQKFSAEFDGDELRFFARDLFEWYNSTKANHKERKTAEKQLKEYEVAL
DCIECAIHENLEMLKLGVVENLRVVPDVPMPFSETVMKKMFQCSGYELDVVTEREEVVEEEDGCLICTEIIEEAVETVTC
DTCTREYHYHCISRWLKINSVCPQCSRALKDPNEYPCLE                                         
>Cele_H10E21_5                                                                  
MHYHHPTILPFFLIFMRFLQSSVDAVYTNVKLQCIDSEEVYGTLQTELTFSNKDGGGSTFLPAYTDLCAPDMKFDDSQRV
FFCKNCIQNCLSRVETAPKNILIVADVKAPNNRVSWFHVQTPVSNIRESGKQCNVENSNAMQSPEETSTDALRSFSKTSV
LFVSISFIILMVISLAWLVFYYVQRFRYAHAKDRLQRRLFNAARKALTRIPTMTITPGMTQELQSDCAVCLDPYQLQDVI
RLLPCKHIYHKSCIDPWLLEHRTCPMCKNDILKHFGYWNDIRNDIQMPTNSRGIADDFTIRLELGEQEHQAPSADVISPE
ANSDTSDSQGFSFDNSEHHHSESFGYGTSSTVPPQLVLNASNAKSFVMPLSSRGVSQGPQASRDFRSARAPRDHRASLHE
LPRPQTSAASQGQIVNLVQVKSRSASITRSAATIRKESLPTPIEITTSTVIPATSSTSGTTMTTATATNSHVI       
>Cele_K09F6_7                                                                   
MSMPKCEICNDDYSSEDGDHSPRNLKCSHTLCEGCIKKMLGNSKIVCPFCREPTDMPGNKMESLHKNFALIQAIQLFAKT
TKITEVEEPMLEKCKHHPDYLVETVCVEEDCSESGKYMCRKCVSTLSHLHHTKKSLIAEMEKSRELLQGRINRLNKTIGE
IDQDVRKLRMSQIAFREGGNNYQQKANEITTFYSRIREMVNEREKEALVKLKEVAKSILDENDSALPPLLRSHQKLTEYV
RKATEAKKRNNAIACITAAEDLLNKTKDCCDEEYYTIESQDINVCIKPIDIPVATITRK                     
>Cele_K12B6_8_1                                                                 
MPFGELNFVPPGVGCLQKMAHKYIPFTIRQSIKLGSGISTELQTPDGQEIEAMQIFGKRHPDILRMYGSPEELWENLKEY
IDFPGNHQYFGIDASVPYNNQFYLNRDMESDKFFLLKNEIFLFIQTTLIKNMPALRNRVTLIMLTYFLKSQEKKLGTYCE
FVEYFERDIIKLNEELDELIEDCTMSIDDLELGVASDIRFDSQIPVFKRLGSILPVPRTGREMLPLMGVLNEYFTKHPRS
VVARDLSMLEQLCRMMIPGLQKIMSKRPKWFLPDQIKRARPTFRVFDDGEQVFVIVHELEKAMEYKVEVANPSLMKNCVE
TMDFADVDMIMASTGRLLNNFYCVKSSIRRTKHTAVPVRLSNGKFCKLSSDVLLEHLRDMFFGSLAFQSPNKETMPFLDN
YMDSLVKIFKPYAQGIYFLEESVIDSVDSTFSTAFAKPETTKTIRDVAPKGFTNEDVRAEIEYLGLLGFRNIRNYAEIAY
KKVVAEKMKRTLRTCDMYDAVEICLMLAVFNGYPKLAAFLHTQKACHRIHGLESSSPMVEKPLHQTLLGLFAAQERLKNE
KPLEKAGTMANKLIAMSTDPAVKSSAEYELEKITAKFKVYIKMVDRHLAMLQKNPNIAPETLPKLPEFPVFSAKFLEDYY
TVTRGQQTVVHDAICAICHDEIMTNDKSAIKCERCTKSIHEKCAAPLLQQSVMCPTCKQRMLLFSEYPKYSRKK      
>Cele_T01C3_3                                                                   
MRMMEAEIKDQRNNLQALKNSQRLSVRGSIQSNMSSRTDGILQRRLDETERKLAKTSAELKAKDEKLKKETASLEASREA
HRLLQEESNKSKVSVMRLTFKLNRITHESVKEQAVLKKKLLDCETRLATYSECLVCYQKFDENTRIPRVMDCGHTLCDFC
INQIVKMAGCYSATCPFDRVRIFGFGKSRRLEDRPCNRFIMK                                      
>Cele_T20F5_6_1                                                                 
MDPFDIDGLNVRLRDLQRQLQDDMEEFRDMAQMDDFAHPFGGIDAAINVDDPVDDANNDEPAAGAENVLDREDNQPQPEA
VATPDVPKAENEKEKEDEADDTILTSKGTEMKGLSCGICYDPFNTGKRIPKVFPCGHTICLQCIKKLLNTRTFLGGNTVI
CPSCRQNTRYSLTTPADKIPTNFCIQSLLEQRQQEKSTKEPEAVKCTECHTTVSAIEATTCSDETCQKEISEEELKNVDK
IKRPKETLICRSCIETNHSTHIFVSFSNVAAQYEANKKILLAESLLKKKLKAVDEALLAFDKTKAEAIDHRRRMANALVN
IRKEADHPDFYESLNRFMSSMKSSGELFKTLSSDLDKFENSSKARYHRSFGRDVLRPSAFPQETDGSKQEVKQAPAPVPV
PPARPRPGPALNRERFRRLGAVGGFVVPIVGRDANAPGGVRHLANEIDEFLAPNDQGLAAHFRRIFGDLPDDDIAIDVQI



AAAAPAGDAPAAGGGDDAVDGAGDFLGPAADLRLAGAAGAPLNIADRMYRRHRIAARAQLAAPRRANRNGNNVRDLRMVR
HHIFRAIAQNPGLHRNDAIQQAIDGLRDYIWNLEGPYARNPFELDQIDMRRDLDNAQQRLNQLGARLQELEGNLRARDDP
AQDAPWHDVVVQEPLNPLPPIQGIEQEVADRAEIAELVNRIMGMVRNEAEAEANANGQRAPKNIEMPALLNPDANPDAPN
FKNLQPLQVQPYLRDLRALELEWIQKAQDRRARGGAQPPVEDVEQNPVVEGGTDAQRRAVSPTQDEPAAKRNRQ      
>Cele_T20F5_7                                                                   
MADKLAFTTADLVTCLICIREFDTKTRKPKVLHCGHTVCEECTDNLRDFNAPLLVVRCPTCRQFTKRPVAESCNTNFQLM
GYLAEKEKFEREKKAKGGKPKKPDQVLTLKMARSNRMEIHVASKKDLEGPELYLRKDSEGNTHIVVAGLTGSPAEVMKFI
TENGISIETGVLMPQVVYDEGRTRGGTEKFAKVNSMAAGQSAIKCTKPPVKLEELEFHKTFELKVSEESGSLKMELVQKE
EVPKNGFGVFEGCMTKPSAKRLKEFTDSCPGTSAEDEVQVIEPEPLPKRRRTRK                          
>Cele_T22B2_1                                                                   
MFIDPVEFFMISSTSLKKLICHYFPKELLPTKWECTDKNPLKNIQNLIDASNGKLMVYGSAREIYDNLNLFRRFPGSHHK
FQFDTTEVYTKEPIFYQSMKRIPYIYKQDYFVILQSIISTSPLRKFETEFSLATITAYLKMKELSLPALNEMVPYCAVSA
ALLQTGIQDIQHKFNDYLENPLLQLEFKKHTFEELFVQWKQINPLFEMESIHDSLQDLLKKFIARNPIRDNEDVFKRVFA
WSQLVVLQLDIFVRDCETLFKPKPSTKPIVRIFDDKPNKLIMAYELLDAMKQAQMDVSKLEEEVLEMPELSTFTYQQVAS
RISPQDMRTIEFVITPITVAKYAATPIPTINKGEYCILASDFLFNLLGNMITAKKMFQRIEPSQLNVIREFFNFVDNHFD
FTYGIQFIDLELVEMINSELDTFHRMLTISSKGPSDIRDRQQEGFTKTDLSNELKHLKLDLIFPEICELSEFYFVHLTKT
LKIEKLSTSDVYGIVEHLQIDCLARRFPKLAEFIHSQLVCSRIFGYQCQKCFQPKEPKVAGVEAVEIESKKELTIDDSAE
TMKRKITLEFANKVKETLAQLSDLKNEKPKKSKKQKPSQQLVPEKVKSNPDPCQKCFRTSEYHNKTKEDFRLEKIETKRL
RKALKESQKESEEKSQNIAEKDQEMLLLKEHVESIQREFLKYKSDMNNVNNETIRLQTTQLLEHQQALAQKSLEVIEQKD
EILHLKAQNQSQQTVIAQQEKSIKSLKEKSQQLEEKRSITNNTQRLLEETEIIHKILVDTLKAQEIFESESPLNKITVMT
SRICETSQDPETKSIAKREFRYFARQIEGYRRSLKKRINSMKNETIRSDDIPELREFPTFSDEFVKAYKDTLKKDAPLIC
APLLKLPETIKSDELDDKECLVCLEDMVKNQDTVKCSTCKRQYHTTCVQKWFKIKRICPTCNAGLLDENEFPALS     
>Cele_W02A11_3                                                                  
MNSAPLLVDPSTQSATVVAETQPFGDRCMLESLIRRPFCMNPQLQTHPYDRQPTTAPRLQMMPRRDQTQNPVIAELMSTV
TRVRDRKRQRDEEAMYPRRSVGLQTDTEDVSEVLDGGTRISDMKRVRREELLDQSSLDGITFETSGTNTSDEPHSQIITS
NSSSLPSTSASSSSDRPRAMRSNQEMRQARRARRQRQTQHESQRMQLEHRLQQITGPVPGSEHNCMTGCPHLHQQQQQQH
QQPLLHIQLNPIPPQPQTGPNSVSPTIAPGAMLRAHPLASTFPYFSLPLTQNYPVMMVLPMAAVAQQHAAAAAAVVAVAA
AAAVPQPPPPPPQPTLHAPVPIRPQNNPYNLYAFRNSPINVHAPGYVGEYVELFRSQQFLFPTSERYGIDRHHMFGGLDL
DLPVGASKVEIDTFTIPTVYAKKTDGEEDEDTCTVCLSSFEDGESIQKLRCNHVFHPECIYKWLDINKRCPMCREEIDRP
ESLRTQPGL                                                                       
>Cele_Y105C5B_11                                                                
MLSRAGKHRQLPSLRASQAEASPICSELEDKHKNVQEPDGISNHFLQEKKFAGSESKEYKRKDVVLYREKLLAPEVTNLV
SREQMMMHPRDQYLHVLSPYCYSAIEVSHAVFSIFAYIVCDVNWSREYCSKHTTCKQDFKTMIIAVMREYLSMGEETYVD
LHALSDKINHLKTHCNYQIRRDRAFPPMVNLFEIEPRVPVKMSYFLAECKTYGIHQCLHPVSATVKQIDQAFLPAWKARV
LFMLGWMDNFFDEDMDDLKRCIRKAINFKVPLKTWESEEDLMVVILEQNQAKLKLARECLTTISKCEHADPHDWLHCNRK
RRERHFIVCEYKNPGIWHSSEILKISLKILRQCMGHATLDLKEVNVKSENKIGSDASPDVPLDKKKLKRQKQKLRKAAEP
PEPTPPPPPPVIPVPEAKPCEKCFRTSERCNKANAELKTSLNKIKILEKKLSAEKRAFKENQETWEKKLEELQTELQAKE
RTIQEFQDKVAPKCAESVSDGFLRDGEELIATFDVTSSNATEEFESECIICREDIDLENGTVQCPRCTEIYHSHCATQWL
SQKPTCPKCIFHIGHINEFPSLV                                                         
>Cele_Y119C1B_5                                                                 
MEGVMENVGGLMQNIRRRHMSITEMTEESVRLGVAQMDTGFKKIKEMSIMVLETGLRLPGLLFIELLWRYQGFSFEDISD
DMMKQTPLSYFDIPTMLDFVHRRNFDHHAAIILSYFVIFISLMFLTLPLSRLIRMYSHFLSVFLFGVAYKLSAIYVDLEM
KTGEEELKLDGLIKLERHGFHFLAQLSTLLIKPMGFQMLLVVLQSMLLEVDGEPWRVALPVFALPIVARMCGCPMDKLKN
AHNYACTGTMIFIATYMLYRAPSLIKSTKTALRQIKAVFMVHGLADGVAVLWRKLRILELLTFTWITMFLMVLYVELIDK
GRTWSEVGRILLTGVAETTNTPITLAALAVSVSYVCKWIADLTKLITGGTRSHGHVLAHSGYTEAVSVVILCIQTGFLGM
QVEQKTILLALVLYIVISALLQSLFEIIEVVLLNLPSSPTASRARHARCICIALLLVVIPFFTTKTMLALLPIDIYTAII
IANSATVTARAIGVILKYIVLIVETKSEEPWEGIDDLTYYIDCANKGIELLAAKVVMVFGCMQVVKVGFSFATFAILLFH
VIVNIYKRLEHTVSFIKNRNAAVKNINRLSKADVVQLREREDVCAICFIEMKEEARITPCKHYFHGPCLRKWLAVKMVCP
LCYTYMKEDDFDSKSSSSGTLNEVQQNEEGAAVEENPENPEEQPEAPNAERAPGDMFDWDDLFGFRAERETRNRNEQRIH
GARDMWPLLVDNDAYESDSDAGSEELVIEEENNN                                              
>Cele_Y45G12B_2a                                                                
MGLCKCPKRKVTNLFCYEHRVNVCEFCLVDNHPNCVVQSYLTWLTDQDYDPNCSLCKTTLAEGDTIRLNCLHLLHWKCFD
EWAANFPATTAPAGYRCPCCSQEVFPPINEVSPLIEKLREQLKQSNWARAALGLPTLPELNRPVPSPAPPQLKNAPVMHK
EVPVHNNRSSTPATHLEMEDTASYSVSNNDVTFARKKNYGAESSSDTRPLLQLRDADNEENKYKRRPTMDWMRGLWRAKH
GGSGVPQERASAKKIALFVIFLAVLALITIIMVMKRAGYSGEHSSDPLFDPMANPNIRVAVEDSRLPHV           
>Cele_Y47D3B_11                                                                 
MRLLLFILLNTTLLSTNYVHARPSVSHTTLASQFKFAEKADIFVTHTNINEDRTQDEKTIKLSGTFSPVGSNYETGGDIV
QVSSFRACDARRKGLDNTVFEHVPVVFYDDVEKFLTGCVALDNQARFAEKSGAMALIVGPASRVERTTRPMMIGGSKIPV
IVLDDEQTERLRSELRSASERGAVTKLRISFIDEKPTKVLKLQVFRPTVLNITLLGLLIILIVFVSLLVVVKIRCQPTMH
RELWLRALARTALTKMEIRSFQKEKNVEAGQKKKTSSTFARLKQHRSSSSRHSSYLAVFGSLTSVAQSSSHSAQERCVIC
LEEYEEGTELRVLFCGHEFHPKCVDPWLLSKRRCPLCQFDVVYKHYPKVDSPEKLSGRSDDTTSLLPRTSPSEDLPSAPS
SRSTRLTRPYRTTHHLIPSSTRPSSHQRPSLQPTAPRTRSCPRRRQLRSRNQIDFSIRIGGYSSDVSSSHAEQSRSFEIE



PRTSQQL                                                                         
>Cele_Y47G6A_14                                                                 
MDVNEELPTCPVCQEEFDDQKAPFIISCGHSLCETCIVHLKSDYSDAYGSGGQTQCPTCRAVVSKEKRTKNFALTNAVTM
IQKLREKPKKPANAVDCTQCTKYDNESDMFVCRNCVTDAFKYDVVENLGAEVDLDIKSLALCGSCALRSHVTQGHETVAY
FPVASGMNFASQLTSISLLRIELESSFGLTNAWYARFASTYKTFHTELDKMTDMMRKSKSSDVQEEFSKRIDQEIKRMSD
YVQSVCLEIANKDKEYQKSFTALVAINKKDEETKCQEPVEKIFELTCSECMTKQTVERFRCCKTCIEVVGKLVDNLLETT
EIDAVDLETLPICTNCIVDHHHSDGEHKTVRYSQVQEAYTSLKVFSKVEKHKDEINIKFSALLDTFKHYITQLEGYDDKI
TKMSKIAMESRGHPEQAEVVKGFQNELEKADHAISSLQSNADMSQTVVRMQQKRLDAVENEFGTTSDA            
>Cele_Y47G6A_31                                                                 
MADVLIAAVQYFSSVLPHPLRGVVSLEMASRLECSICFFDFDDFQHLPKLLENCGHTFCYSCLFDWLKSQDTCPMCREAV
NMTQEIPTNVEILAVFEKKKANPECNCDDESSVYYCPTCMLQNYANWEDRRESGEHTFCFGCACNHMDEHEHKIKQLGMG
SEISLEIDKDDGKTLDDKKSCISSKKRVLYFLSILVIAVIILFVLCIYFKMI                            
>Cele_Y4C6A_3                                                                   
MDQIHKYPRYSQCFDIPLTILAAFICYQFELIDVTYSKEFSDRIKDGIQKDLLRFIPYALVFITMFTGILKIGIVAYDWK
FKTEDLEKCKRDYAIGIVVIYLISMYPLILMFLPITHIGVPVCIYIALHIVFALYYFLFIWNVESSYPRMKRTVEWKEFV
ILTIFFHALIIPTFFTFLYFGMYRNMLLMVLTDIFCTPTCFLNLVPFVIVLEETNERNSKKLPDIEMVLLGGTVRSNTDV
SVENGVSRESNRPTCAICSTKYSKNCSTQTPRILDKCGHTLCEGCIQNILKHSNQISCPICKSVTVINECTCKIGQFAKN
YGVLQLVQEN                                                                      
>Cele_Y51F10_2                                                                  
MYSFKSSTDVKTYISTPSCRICLEPFDEGQHLPKILQCAHTVCERCIGLLDEQSRINHNRPPIDRSFVHIRCPVCRAVTQ
TPRNYIRSNYQLIELMDSMRGEADHNISFLACVGCNGVYHEKDTNICTTCSPIIKDAHPTELIEQGVILNQYALCSTCLL
RDHIKKNHVSISLQPLRVEMQRQENQRRIVGLQDNLHKVQRDFREQLNATMERWAGWNGSHDLSMDKFRELGDTYNQKKV
YDAFVHQLRGKTAKIEKLAEHVLRWNDELDREMERPPAHRLPRSSTPAPAPPFDNSVAYYFEHQF               
>Cele_Y52E8A_2                                                                  
MVNTLEGLESTRNLILKENPMRRAAELVARLSADEVTMRAAKYELIKFNRAFQNFMLVLDENIEEILMSNDNSTRIQLKK
LPEFPSFSDSFMQEYEKALLNGAEKLKASTSSEKGSIPSVSFSSSISSSSAELSDARCLICLDDVISTEKTIKCNSCRRR
FHLDCASQWFKEKSVCPACNRGMLDPTEFPSL                                                
>Cele_Y54E10A_11                                                                
MSKQQRRKGNAKNASSAAAHEYLAQGGATFVGLTPEMNIFEVASSNRLHQVVEIDDETRIVMKKLTKKDCQTREKGLKEL
MELINTENSSIESSYEHFCGLVAQLTTDGSPTVRMLTMKVISQFLTKLKKSASKGLKKIIPFVLFAKSDVTNGVAAAASA
VIRDGFDADKKRQVVELFVPNTFDLAAKIAEGKHELSLPAEYDASEDLETRKMRLETQSLNTFLSYIKEYGNESKLWEEP
ARKLFSNSEFIKKTFAGKKEALKVQLLNISYKFSDNIEVILSNPVISTYIQASLDAQTFSTECATAWEGILILLPDERFH
AKCSLQKGIYPRLLNLIRKKGNHWRVLKHYLLPAVSVLLQKLENPALITSIITSFTDNLPWQAEASMNAIHCWFCTFSDF
VKWILGNDRINLEILKDLSPLIVEMSNQSMHFNTAEATECISGLIHWIIEKKVLENPAEFFDLLKTSIYEVAPPEKSRLF
ADSLTLPAKHLELAHLHGNLLSNPDVDFHIIRNLARASNSEYFEETCRNINNFEFIENSDRFDMLQAVEIVKLIEMKPSL
SLQIKNNHVGRQLLLSENSEIWEKSLKNVPAGVFQEMVNFWHEKRNGKAIAQAVNFLKKMGIQLDTNAAAENVDFLISLL
QSLDSKEDPEERKNLVLKLLSALFDAEDEPKLEHFESLKSHLNGDFEQFFEKLFANMEEEDAERVLEIAARFDKLVGFCD
ADSRGEIAGKMILGRREFDEMSEKLHFLELDVLTVSQHTTIITDALSRPIEHLEEKEATKMVKELGRLALFSVASNYNSS
IHQLFAWQMIRVISALGNRYCLKFLDEELQQLRIELEKRVIKSEEIQKLINDGCCCAPNFITDTYGIPEKRQKFEEYSED
MDTKIETIYLKTDTPLEYVEKVFEASQSENSFPLFQFDQSKKYEWLANLTFVKRFIQCGGEIFRAENLEFRDFTLCGIIT
VLDTSTDILIDSPHSFSENPLLEALTTLYLELFVVLTDATKRGAYSEQSVEEWNEFYTPTIHTYCIRLFRTIRRDQQPTP
FVRALLRALFVISEFPTSFSNDDDVANQEFIPELSVFKYPAFQESCIAQAFSLFASNNEHIQLIAYSVARLLMPIMFKLE
NAAALKSNEDSELPVSTNRRKLSLPVMISKSYPKDHHNPHVGPLLLDLTLLPLENTKDSGFSQEHRVAYCDVIDPFFKNA
LNALMLDQPFEFRQVPIGCRIPKSQERAYYLESDLSASPIFFDKFASRLLFKSMTLLPAAIRLFYKGMPNCFMPMFQETV
TKYASRLLIEQELGKVREAKFEGEMKVRTVPVTGEIIAEYVVEETKMKLTIGLPPDYPLSVPSLTLDKAIVKTDRAKKWL
LQLNAYLFHQNGAILEGIEMWKRNVDKGVEGVEDCTICMMTVHQQTHQLPKIKCKQCKNKFHSNCLYKWFESSNQSTCPL
CRNNFT                                                                          
>Cele_Y54E10BR_3                                                                
MPQYYCHNCRASFDIDESAQIACTRCHGEFVEIVNRPAMMAAAMPQGFGQMAFGHIADLLRTGIAAEIRGAQQQHAAPQQ
QQPQGAPQEPETPQAEQPQPRAAAGGREQQHTLEEFIRNMFRPDPRGAAEEAASAQQQQQQPHPNVTFSFQMPGGIGVQI
HAHTAGGGGGNNPDGMPFGMEIGERADLESAMQEILAQFQAAGGEGGQRQGGFTEAEVKEYLPMKKVTQEHIDNGAQCTT
CFDTFKLDEDVGALDCNHIFHRPCIEPWLKTKNSCPVCRQKVNMKEWKKNHLKKLQEADLDSLD                
>Cele_Y55F3AM_6a                                                                
MPRHETDCRYFANGYCSKGNTCTFTHDVATRNENICHFNLVGKCSYGRACRFLHTRPRNDELPSCSTPQTSQNQQNLQNS
GQRVRPKQLPELKFNAQAAEFVPRWKMPQRGPVTSYAGAAASADHGESSSSFQSSHEQAQLMMCPYHQKSGDCNRQDMDC
PFAHGNYCDMCQQWSLHPYNAELRKKHENECVANHTTEMERAFLLQKTEQKTCGICMENIFEKNLRFGILNGCQHCFCLD
CIRQWRSKDQENVELATKTVRSCPECRQHSDYVIPSLFWVESGQEKDLLIEMYKENTKRKICKYYSNERSRGACPFGNKC
FYKHQLPDGSIDPGEAPSSRRRPRLVDFLFDDNSDSDEETFRRFQEEHEEEQEELLRFVAETLPEADEESELFRQITEVL
RHYQISGHRRGFQ                                                                   
>Cele_Y71F9AL_10_1                                                              
MGGRQSSVTEERPRSNSVDTAQVRVSSQHSSSQRANVMTAAEFMQTMRNARFLSSSSDSNASEDDAGPSHSTTHGNRSRG
LHATPGRLHGHHSRRSVPVFMMDMKCPVCHKVVPSDDADIHLVMCLTRPKITYNDDVLKDDKGECSICLEDLEAGHKIAR



LPCLCIYHKQCIDDWFKRKNCCPEHPGDD                                                   
>Cele_Y73C8C_7                                                                  
MCHELLEVMKQEDMDVSSLEKEVLAMPKLATFTYQEVEARVSKKDFRKIEFVIIEVTSAKFSATPIPTITPGGGYCVLAY
DFYYNLATNMITAKKMFRRMDPSQFYLIEEFFNFFDDYFDLTRGVTFIDLKDVDEINEKMETLYKSLTILCEEPTEIRDM
GKKGFTSENFANELVRLKLDRIFPDICEQSGIYFEKIKAKRSKTLSTLGACGLIHQLQINCLARKIPKISEFIHSQLACS
RDTIGYCCKICSDAQNPRRSNAEPVEVKISSKDVSHAELEESMETKLELESRSNEKETQEPFNDPKLSKPKKSKKNRKSE
QTTAKPEEKESNACPKCFRASEYNIKLKEDLRLEKIETKHLRKSLKHAQQESEEKSQKIAEKNEEIEQIKAQLQAQQIVM
AKNHGENSRIPGEEKIPRRSAEETENVQIILHEMLETQKILETKNPMSKITTMTSKLIEVSQNRENKLIAKRELIYFERQ
IRGYTKEAYEETFKEKAPLICAQLLKTPEPPNELDDNECLVCLEDMKEEHETLKCLDCKRKYHTGCAQKWFKVKRICPTC
DAGLLDDNEFPALS                                                                  
>Cele_Y73C8C_8                                                                  
MFLNPTEFFTISPSSLKKLVCNYIPEELLPLEWDCTDKNPVKNIQNLIDSSNGKLVVYGSAEEIFESLNLFRRFPGSHEK
FEFNMAENDPAVCQSMKRVPYIYKHDYFVVIQWAICVSPLRRFETEVALATIASYLKIRELTLPTLHEMVPFCQTSVTRF
QQRCMRVNDNFKRYLGEESLQLKFNEYTFEEMFTQWKKISKFFEMSSVHDSLQEVLRNFAAKIPIRDNELVYNRMFAWSK
CIVLEVEKFIHENQMWFYPRFAFNEKNYTPVVRIFADKPNKLIMAHELLVVMKQEHMDVSSFEKEVLEMPKLATFTFQEV
AARVSPEDFKNIEFVIIPITAAKYSATPIPTITPGGLCILASDFIFNLLVNMLTAKKIFQKIDPSQFDLIREFFNFIDEY
FGSAKGVMFVDLKDVEVINKKWEAFYKTLTISCEEPKKVRNTRKTEFTKEDLTNELKYLKLDLIFSEICEQSQDYFDHMT
RAKNLKTLPNDVFSGAIVHLQIDCICRRISKIPAFIHNQLACSRIFGYRCPVCVDANTPKADDVKAPTPEELVEVREISP
VAENLEPTSESKRVKSKKQKKQKPSENPIAKPEEKQSNACPKCFRASEYNIKLRDDLRLEKIETKHLRKSLKLSQQESEE
KSQKIAGKNEEIEHLKAQVETTKRELLDQKSELNHEKDETIRLQMEQILDHQNALVKKSLQVIERDEEIQLLKAQIQAQQ
NAIAQQKISIRNLELENRKLMQKKPTLVAETIPQRFTEDTEKVQDILFEMLKAQAVLEVENPMNKINKMTSKLIQVSKNR
ENKIISKREFIYFERQIRGYTKEVENRIKIIRSNEQISSDQIPELRNFPTFSDEFLKAYKDTFKENAPLICAQLLKTPES
QKSDDLEDKECLVCLEDMMEEHETLKCSNCKRQYHTGCAQKWFKVKRICPTCNSGLLDDTEFPVLV              
>Cele_ZC13_1b                                                                   
MDPQQVNNDEIRDNLSRSRSSLSAHFPQIPSSMHDGIQSFFGGSNTEYQNQSTSASFPNDRVSMSSFDENHEATDADGNE
RDQLLGSQRNIRENLQHFRNSLDNTREGQTVVSITKSIFPFLALFAANFVFDHLYEIFQFIVVYLIFVQADVIVQKMMAG
GIANKIFQVVYFFGYTIVTVVYLRNYSLDDFEFSNTFGLNISYFMSGEYKELSMSSTLYGVVMTDTFFKLITILPKSLIV
IVPDTYVTTSFKRKVLQLLEYCSQLYRCALPFGPWLRHFLFSNPGSGVMIYFFSISYFSLKVGEVYRYSLSVKKSVGNLL
TDSSVGTKSVDHEEQPCAVCHGDLLQPIKLECTHVFCKFCIETWLDQKSTCPICRAEVTKDADNDWKNGGTSLALRMF  
>Cele_ZK1240_5                                                                  
MSIPKCEICDDDFSSEAGDHSPRNLKCSHTSCERCTKNLLNNGRIVCPFCREPTEIPGNTIKSLHKNFSLIQMIQTKTTD
VEKSSENCPPKCKEHPSNLAEFVCIKKNFFLIDFQNYEWQKLSNCHFLTVNKKFQKFFF                     
>Cele_ZK637_14                                                                  
MSERDAIRAFSHMLETIFVRMRAEGTGSQTDAMQRWLDLYNVGSLPIDKKSYKALRLMDRETTDQQKEDATCAICLDNLQ
NNVDIPEDHVIKEELKIDPTTFGTTVIVMPCKHRFHYFCLTLWLEAQQTCPTCRQKVKTDKEVEEEERQRNLEELHDSMY
G                                                                               
>Ctel_222007                                                                    
MRRRNNSGGLGDDGMSLLKHPSVAMARLIQSVARGSLPRNAGITEQAMRRPVLSFVMQRHDLDSLQIAMRHSLRKAACRV
FALQGFNWLLRNVSMLSCIHDLLWHFVSSLSVTEERTEEEQKKELDQDAVLCEHPLWDIGLAGEVVQPLLQTFHAFLQTV
SDVTMYLPPGSALQQMAVRCWCLKFRPHDHMFLHKSHVFSNISKILSKSEEGWGVTPQNALPASATKVESYRDITQAVEL
KASSRQAMLPSLIDGSTETFWESGDEDRNKTKTLTVVCPPHLRTEIIYLHIDNSRDLGNKVSSIVFNAGKSQEDLRKVKQ
FDVDVRFCGWVHCRSHGAQIVRVELKGADNTLRVRQMKILSSAEALAASANHFVMQQKGCEVETLKVFRLLTSQVFGRLI
ADDVAPLIEKEANLSDSCDDVDLKEHMVGILFSRNKLSHLQKQVCVHIVQAIRKETIRVQEEWEDKLQSGTSSDMDSSKD
RNKMSDAYCFELLSMVLALSGSTVGCQYLSQQHHLLHDLFTLLHTASPRVQRQVTALLRRVLPEVQPQSLAAVLGVPSLP
PKDFSILDKGRDPGQLGILDVFLACIAKALVVQTKVKGQGAKSAQTFKLSDCIGHNFPLGQKWWLRGSVSAQLAETIILL
LKDLSAGSLSQSWVAVTKSAIAESVLTLTKLDEVQRSPAECIRTPSLWLALASLCVLDQEHVEKLSSGQWAHQAKNRPTC
DNHDDGETAAIILCAECGNLCADCDRFLHLHRKTRAHQRQVFKEEEEAIKVDLHEACGRTKLFWLMALADSRTLKAMVEF
RDSAKGKLGSSSVSGVCRFCGSTCNSRLMSVGYVCSQKDCQDYAAAACNRTLQCGHACGGIRDEEACLPCLHGCQQGALK
QDADDMCMICFTEALSAAPAIQLKCGHVFHEQCCQHVLQQRWVGPRISFGFSLCPICKHDIEHNVLRPLLESIRVLQEDV
KRKALMRLEYEGLHQAEAITAAGARFHGDPSGYALERYAYYVCYKCKKAYFGGEVRCEEQAGMADEYDSTELVCGACSDV
SRAQMCPKHGTDFLEYKCRYCCSVAVFFCFGTTHFCNACHDDFQRVANMPKGDLPHCPAGPKAKQLEGDECPLHVKHPPT
GEEFALGCGVCRNAHTF*                                                              
>Ctel_138817                                                                    
MLLKTTLPPDAPLFTRLCSSDVLIVVCFLHQTLISHSSILLYSLLLVNELRLLTASHRVISQHLVFALVTTKRLVTLNVN
FNFLKAQWARLRVVHVHSAFWALRVTFVLFVQLSQSPWQEGMKQVLSSSCETVVMLFGMACVISHITHLLHRAIAAFLCL
ETDTEAGSMGATSGVLFFILALQTGLLGMGPEQKLSRLYRNCCLLLTAVLHFTHGLVHPPLMSLSASHSSSLHRHSRALL
VAMVLLVIPSVWLRWLWAQHSVSTWLLAMTAFSVEIIIKTLVSLLIYGLFMLDAYLSTFWESLDDYVYCIQAAGSSFEFI
CGIFLFCNGAWIVVFESGGVIRAVMMAIHAYFNIFMQAKKGWRTFVLRRTAVRKINLLPQATAEQLREHDDVCAICFQEL
TSACMTSCKHLFHGVCLRKWLYIRDECPMCHHAIFAQQ*                                         
>Ctel_138663                                                                    
MGQAHVNTLKENAPSELWLAQGTIQKHALEIKKAAIIPYEEFLQSVKELNEVTHSFSDINGKTLLFEVKKGSDTSVLWRG
TVRVKCHKVNSSNGIIDSTRLLNLKQFIHLRSEIQRQARFASFEDYDLSTSVFLTGHQEEGEMSECCICMDRKAGIILPC



AHVYCEQCIDAWNVNHNTCPICRARIEGSDDTWVLTEKPDTSEILHETTGYLMDLADRSGYATAEVAPPVDRSPSYDQLP
DHKHEDVAD*                                                                      
>Ctel_170729                                                                    
MPISLAIFRLELANESEALLNFSYAAPEFSVGNCTSYAQAASCSPVTKIHLSNCKGRREYQTFTIETYVKGMAEEAAGLD
VDAASTASSASNDRSKLKDLKAKRKSPTFDGQTSSRPGSARSRNRDNQHSIWFYSGNPAVERTEGILHLYKDNKLTSLDE
DGPRSEMICILKVPASIMSQDLIQFLAPVQSGLEIIRIIRDSTPSQYMVLLKFVNQVAADEFYKNFNNKSFNSIEEDICY
LVYVARLETLSSSEGAALPISGATELPVCTVCLESMDESVEGILTILCNHSFHCSCLAKWGDTTCPICRYIQTPENVTDN
CCFQCTSQEELWICLICGHVGCGRYNEGHAHKHFQETNHTYALRLGQNSVWDYAGDNYVHRLVANKTDGKMVELVDEAGN
QIQEEKLDSMELEYTYLLTTQLESQRNFFLDEIKMLELKKQKEVEEKECALKKACDERTHFREELDRLMAEKKVLEKKNN
QLDGRLTKVLKDYGDELELNRSLQGNQVQYQDEIHKLKKMNKQVLVEKADLEEQIRDLIGHFEAQTRLKESPGVSQQELQ
DSHIVVSPSTTATNDRKRHRKKPAK*                                                      
>Ctel_226797                                                                    
MPNTQMTTSCPALGQQLEDVRPKSLSQSCVLTLDDGKPEHVEDVREEKIKKWKQAGGALRRVLSRITKTRGSKKTPAKSG
LDLESNHPPKKTCKRLQAVEKKVTSPAADDPMNAMLADFQSAEAAVEPPAPETPKRPMSTFAELKEKIRRMTSASGGSRQ
SSRNISGNSSKKRHKVLRHSKSQDSGDKGPGESSESESDDFRMQKPHKSTQRHFAKEKRKSIDNAAFSLLKCGIGPGLSQ
VGEDVQQSLDLSDSLISDGEIVPDTQSTVKALPKATASNVPLSKGAVSLLKEAESFANLADVESCNSDGEVNSDDQHETT
QKSVRNSAGIRGSRKDSGSSAHTLCSTSEDEQLAAGLIHCENYSHHRNSGTLRKRSPPKTTGWAMGDEGSDDESDLFDDL
PDLRLHLPNSSSSDADRSPVLRISHADMDRLPNILSTSSSSEEEEGADADDEFECDCPLCRFHRGGSRDSGWPAAETLED
ASRAMFNESEADEAQAREFAHMLLSDQGQHDSLLEMMFQNVILQMISVYPDLLNDQAPPPISPTRFTELPTIQISQPLLE
KDNTCPICLCSFEISEEAKILPCQHHFHTLCIQAWLKKSGTCPVCRHVLAAKS*                          
>Ctel_120796                                                                    
MPVVLIERIPLPSLRTYTSISLALLACALYYAHNTALNPANLVISVPESKSADLPNELSSTQSNNTENVSFLGAASLLIP
ETLINMAYCCLFLIGKGVQKAVFGELRVSERQHMKDKFWNFVFYKFILVFGVLNVQEIEEVVCWCAWFSVLCLLHLLAEL
SKDRFEYLSFSPTTPVWSHFKVITLLVLIQVTSVSLLAMCGYIGVYYTGLDTFAFMIAECFLLMIKTLYVLVRYAIHLWD
INHNGVWENRSTYIYHTELVFELCALSVDFVHHVHMLIWGNILLSMASLVICMQLRFLSSEFKRRIRRHKNYLRVLQSME
AKFPMATKDDLDSNNDDCAVCWEKMDTARKLPCGHLFHNACLRSWLEQDASCPTCRTSLNDLQPNPSSPEVPPPSRQHTP
PPPPSPTTDQVPTAQNIMTNHSFHFDGSRYVSWLPSFSLEVHHPRNVATAASAASHSSLLDNMARQVREVFPNMPLSVIL
DDLRVTRSLEMTIENIIIGRVSAPPVSVIDQE*                                               
>Ctel_26170                                                                     
LHPATGEDVDQQYVCLTLHLMLPYEYPNALPEIVIKNPRGLADQHISSLKQTLADLAANCQGGPMLYELIEKTKESLTQC
NLPHGQCMVCLAGFEHGQPFTRTPCYHYFHCQCLLRYVTHCLAQLKLELEEAQRSNVYRHQPKEEQKQVVCPVCRETISH
DVQSLDKGEIEDEVIKYKPSAEMRLIQQKMAKLFEVQKRKGGIIDLEEEKNKYLV                         
>Ctel_105463                                                                    
MKKLNFIILESSHELVNNDLCSICLETYQTSGKVTHLGCGHHFHHSCIERWLDNASPNCPIDGQEVR*            
>Ctel_179209                                                                    
MLPKPSRDTAIKAVGVILRVPALFIAEAWYRTDPEAAAESYSKQFRSPEPLDRPHQVFVRALYYATVLFALALMALPLKK
LVNFYMYIISAGLFALCHYISWKFVESEESSSICLEDSSCIERIGMNLVAQGILCATIGYLIKLKGPSRLFLIVYTLPLM
ARIIQVQDLQKLHNTASVLSMLSVVAFIFNHVPVVLDLVKSAGQKMALAVQMYGWLPFFLALWMRLLLPVQFLLFWLSLF
ALQLYRYSHHAVYSEGWVVLVLASTGECCVTPVSLLGLCVTVAYASHVILLLTKIYLQGREALEADSVMHRGWTEGFTMF
LLAVQTGMIELKAAQRAFLMSIVLFIVLSSLIQSMYEITDPILLSLGASQHRSICRHLRTILLCTFLWMFPIFMTFTICQ
FFDLDFWLLVVISSCILTSLQVLGSLAVYTLFIYDTLRSNPWESLDDVVYYVRATTRVLEFIVAVYVVLYGVKESIFGDW
SWVNSSILLVHCYFNVWQRLQAGWKSYLMRREAVKKVEGLPEATSKQLGEHEDICAICYQEMKTARITPCQHFYHGLCLR
KWLYVQDHCPMCHQKISLVTQAEASGDAS*                                                  
>Ctel_180387                                                                    
MASSSPSSSAVGTSAGSGPRIQQTNTVDRRGNWYTTLAQTVDRDLFGNSQPPMAHRNNVNGSCVQPPLAHCSLQPPQAHS
NARHPPPPQPFHHRCHQPPPDAPSRSVQREYTPASPSPLLLGGSPQVMHAPVQQQTLPHPRNNLVPPHLLMNPWHHFSAP
GINISIGTAGPPIQVHGPRIYQTHTHLHELVRFEERLGSVVAGASQSCIERNTISYRYKTRATPPQDDAHATSSSPKNTT
AAEATATAADSDVDTSERCTICLSDFEDSDEVRRLPCMHLFHIGCVDTWLSSNRRCPICRVDIETASKGDATDVSNAHND
DADEVDVMDTPRVFIEPSAQW*                                                          
>Ctel_229179                                                                    
MSHHFYFPGQQQQPALPSMTPHPYSLPLPPNPHMPAASTQLSMAHYTPHPNGGVSYVHYQQGMLAAPQGIPYHTPLSAPP
LPPAPSLSQPPSMSCDHTFESFGQEMYMRSQRADLLCSAKPVMADRSSFLERASSCGITVKDVTHDEENEDVKSEASDED
IVEALNLLSQKSEVASSPNEGIPWSTADFEANGIESNSDADMDDELNKHDDPDLESSLREELEKEENGSERKQLKEKLFT
LRSKIKDLPQEGGLDMRMGEEEILIFAKNIVSECLNEALEESCSGSVGASTLNRSVTNSTLNDKSQVFDPIMSSLVGKIG
SKWAEAKCFVPKIRKTDIGVQVEEELPKDEPRVTRSVASNTQSVTTKTREVQAVVSVRHRLVGTDSMSEYVVPSIPQTKS
PLLNEILQSFFDLEATYNKKTKNARKKKSLDQMVVGHLSELAQKHIPPSKNQAVPPTSQKPESREFSTMTDFKLEQPSIA
TSDDKFDACLDETLTTDHISLPSITSPSSIPDTSNLDLSKIMLPDLNIQNQLLQQMMMSNPAPLPFNPSMLAMQQVLSMQ
NNFIATPPVQTPAEEEAKLDIMDDLKGLDAEDLVKKVLNKPARRKRGRKLRSEKDGRSAVSDNSSVVNEESYSPVESSPL
CTLNDELTRADIQSHSKKNSLGEENILMSISKELDPGAVANSLPQSAVDCFLPTGEDWDSELDPYAPEWKLPAKCYIPPP
PPSEEHEAPKTSWKTVPGAPGYKSAESQAPYVREKEEVVSKKPFQTQRIMSSVNYNDLDDIGLDISKDFSGYKTLQEAVE
EVRQKEVQSSKVIKSDKQLYVPPMKREMKPEALPFDDDSQDFPPLGANAKSQTTAQKKWGSQQDPWQTVTSKKSAAVLSK
PPPSRSQAPSPGTQPPASNFEKLVNKLQETFQHPRPELIEIVQEVRAKRGGLKGVTIREVISDCRQVIQERSQASNSFPM



APSAQSPIWGPVDVSNFHGSGDDSNFHGGLSSFGEANDFEEGDECVICCDIIRKGYIRKLECGHVFHPPCIDKWVYEHER
TCPTCRQMALFPDDFPHLK*                                                            
>Ctel_193179                                                                    
MSPNARLIKPLIISARVVEHLGLSINCLTSRRRQDHQSVEAANWVLHNELPENECGEDDDVWLTSSSRFHGNWVGFLNYE
FRDESNDTFRGEGCNSVLDRVRKAMVVGASAIIILALNPRVIKETYTVWSTCWRAKPGSGVVCGFRNSLGNADPMLFWNY
FFSAIATMILFLILKTDYQNEPDEPREMQECVRRLAVRALQMMRVQKYRRNLDDRDTCAICLDLYKPKQRLRILPCGHEF
HASCVDPWLLSQQTCPLCKCNAIDEQLLGAPL*                                               
>Ctel_222551                                                                    
MWAKLLLLVVYLTALFVLSRILEAIAYYEDGYLASHLLDPVSLSVKKLKILLDQRGVSYAGVVEKQELTELVDASGDVSE
GEMETAILSEESSSSTNFSCGTHFYEEVEDTKDSVWVVQVIHDKWRPFLRDDDWLLFMNRVARFGVRTGIFDCSLDYHLC
ERKGWRSSRLVLALPQGYRAKGNVILKSYLGSAKSQPVLDWVNTNLASRTTKFPDQGQLEQWFSFRGAQDPAKLRVVLFS
SMDVPPMFYSVLSVKFSGRVQFGSVNSRTEKGRNLASKVGIVDFPKYLIITPERNYTFGTKGGEYLDYRSLGLFLRTLHP
EVNDIFLLSLIVANAMCWFEFAMSYGNLFKRLGNFLWLIGKWNFLLILLWLPLLGLFQFPYMDLVLDNALKILRLFGTTL
FASWVRSDWLGYTNCNCSFLCATFLLFVGLVGIFHLFFRGPEGETTNNRHFDFFNFNWDTYISCLFRPMATLTRPMSPHN
LDLEVGMELIIERLAVPNLWLQPLVSSQYITDLPVWKYTGPNSEGEEANNEVPMFVCEKCRVLQNNNQKSEEEIEQERMD
SERACAKYLMDGDYKCMCEHGATRRSPKKERYKADKKPEQHEDGTNYKFMPNGILANTECAICLESYKSGVLLCGLPCHH
SFHHYCIMGWLTRDNHCCPVCRWPAYKAKPCSMHQHAD*                                         
>Ctel_20472                                                                     
MGNCLNTPTADDISLLRGSDSQDGSETANLGPPPPYQESVPIYHPSPNVSRTVTQLTEEEQIKIAKRLGLIQHLPTGVHD
GCCKKTKECVICMGEFILGDRLRYLPCMHSFHKDCIDDWLMRSFTCPSCMEPVDAALLTTYETNN*              
>Ctel_146224                                                                    
MGASKEENYEHVLMCLICRSLFDDNDHQPKFLPCHHTFCKDCLREYVRQIGEEIECPSCRKVATVPTAGVSALQTNFYVK
YIHNLVQGVYIGDGTNVTCAVHPGRQLKHFCRQCACSVCDDC                                      
>Ctel_136789                                                                    
MFQDLIRLQEELGDVASRGMSDAQLEMLPTKVLNLNPGDPVTECPICCEDYAKKDLIKILTCFHEFHDHCIRAWLKVILF
S*                                                                              
>Ctel_220844                                                                    
MPKRKSKPKRADESKRQLISWNLNDLGREGVQVVVDHDPSLAAEMTAATANSSRQLPMPSGTSEIEDLLARCNFYLSIRH
SLDDSEWHCFIASFNIRISHEDLSQVSDAMTQVDSLWLYANSFEPSYYLYHERDAKDPENPSGSSSSQKATFCFKVESEA
PFSCLEALNMKCFELKFMELNSHTRSLELGIYGKEGILTKLKFPSEGWRPTKKNSSVQTLMSHFYSLRSPDYSGCVMVKK
HDIQVLYELIKRHHTQNPKVVKVQAQHLSLRPILRDYQKNAVLWMLSRERIGQQNHEKFESRHPLYTKVTVKDGKELYYS
KDGGYLVCDEPLLPTAPPGGILADEMGLGKTVEVLSCILCHPRTGLPQTTGWEANLSNGSSESEKEAVMTDGSESKDVVC
DSPDIRTLAPKEDDSNDLRTAPLLESLIDKCMEENAESEKRQSEMAENLPVLKAEHNYSHKKVEIIDAYTHYDDVINAVA
KADGGEVKEGQTELKENGESLQKHHIECVCGNKRNQQDSLIECTKCQSHQHPKCMNYDTESKHRDPYLCPHCIAASPPIP
SGATLIVSPKTISHQWVEEIEKHVRNESLKVLVYSGVNKQGFVQPRTLADQDIVVTTYDTLGREINYVDLPHTASEAGRR
FRKPKRFMATPSPITAIEWWRICLDEAQMVECTSTRTAEMALRLNAVNRWCVTGTPIQRSIEGCKLFSGVIKIIKSENIC
SDLYGLLLFLGVEPFWVKHWWNTLLYQPYCYGNRTPLVENVAQVLWRTCKKDVIEQIGLPLQTEEMHWLTFSPVEEHFYR
RQYDKCAGEALSKLGKYDDINLKMSSFDRQTLHQLLYPLLRLRQACCHPQVVKGEFLPIHKSTMSMEELLDQLIKKTRVE
GEEAHRQCVAAINGLAALCLIEDDLPGAVDHYRNAMRSIDEHREKLRTDDLQELHTIHNLSEVLAKKPLGVDPTLRDDQL
QKQAEDLKAKYLAKAAASVSQSQETWLPLKDSLDDLKAEWSGSETWWAEMLQWVTSEGLDNMLLDKVRDDLINFREIRTL
EFVIVRHLDQLDKIHDDLVLHLTSLRRTPTRNLINETVECCLRPVNVERMDQQCPFCKADEMFQSYECKLYSFVEKKGES
SNADDMKYLTSNRRQGTWADSQVERALKSMIAFARGFNVLHLGARQWCEPGNQHIKILDALKKEFRALRSLWMSLREQVS
AFDEIDMATLRFRLRFPDEPASETPQPHIIERVELGQQKLKLMSDRVIGQNDTQRKLGQLLYLKNLAKWSVLQCGHCYCL
ECIKVLVSRSNNGGAREQRLRCPVCRQMASFANISYVSTRRQSDEELTRVKGDHSTKVAGVVQCLKEIKHKDPSAKALVF
STWQEVLDVLSQAFTDNDISFKSLLAQNKFQRNLKSFKEEADVSVLLLPVHSGSNGLNLIEATHVLLVEPILNPAQELQA
IGRIHRIGQLRPTVIHRFIVRGTIEEPLSSLLKANPQTNLSTEETPFSIGDLRSLFQNDTE*                  
>Ctel_165151                                                                    
MMEDAANSGHVDTDQSNPALQSLEVILNSLGMPPPAPHSPQRQSSSDESSSSSRDSQEREGGVGVPRPLAHRHVFLAGDQ
RHQHFQSLLESLLSGVARGTFGRTGRGTFNMSLFPSMELHGNPADYAWGSSGLDDIVSRLLNQLEGSGPPPADKGQIESL
PSIQVSQKDIDVNLQCSVCFEDFKLDESVKQLPCQHIYHSPCIVPWLQRHGTCPVCRKNLDGEVPAEPATFEPSEEGGAS
NQADTDQDMYFSFEDEYD*                                                             
>Ctel_191286                                                                    
MMTTPPPSPGSTLEQSFSAESDTRCKVTVTPLPCAENANSESNKSLRSKSPGLVSLPPIHLAPPLPPSPSRGTSRTASMP
TLNIPMPSTSDTCATKTDRTYITNSFSVSPPSLGNRIPLQKPRSDVIGLINKTPRISRNINNTTILPEITEALACALFEA
EDEHASEREAMSIQLTDKDQQLDELVAGNLHLCDSMQEDFWRQEVVHQEEMEMLRNEAVVTQMIQVFEPSDSLEHEATKM
KLKEQEELAEIMTTSLQISEVVQEELLMQQAADQEELSLLKEKTMHAENKMKQSVEQQEKMKRTVKDAMESELVCPICHE
YFVEATSLNCSHTFCAVCIDIWLQDNFECPQCRQDVDSRVRSRALDNHIDRLMDSVTEEEKEARTELKRQRAEYQPPEYQ
PPPDGGDDEDEVHDWIDPGDSSDFHDDDD*                                                  
>Ctel_228517                                                                    
MPAIVKRCECSKNNGGITTTRLIWRQYGVSNFKLACILLSACMGSQGSQRMDENPDEVQEEETNPLTDPADQSQPQIELI
SDEVVVRKIGEESRDDEDHSDDAQCCPICFDSWSNAGDHRLASLKCGHLFGLSCIQKWLKGQGGKCPQCNAAAKSKDIRL
IYAKALKVLDTTEREEALLELQKERAARLKAELAAASQKLRLKEALNECERLRSMLSDHNAVPQRSNSAPSVSTDSVYSY



REVKVLKIHDTGCRVMAFSPTTGIVCISQPSPNPLFPGHGFKKFLLSDLKPVQFKCSHSALIRDLAFSNTSMNPLLLSCA
NEPTIKITNIISNSVIQSFQGPVPSWSCAWNSDDNNYFYTGLLNGNVLIYDIRNTNEHVGSFNQGAPVVSLKYVPRNSCS
DLSCSGLLVGQLNRATFYEKNEEEFLPHVLLADKKVISLDYEELSGHFVVSCRPSSSQFPNVRHEIHRLSKSTESTDVQC
QSVHTFHGGSTQRFLSRTKIFSHPSDENHLLLAAGDEASSSLNIWDVQSQRLAQRVTSPCPPFMDVCAVQQNNENFLLSL
TEKNLHVHRWSAV*                                                                  
>Ctel_170762                                                                    
MSSYYDEHDCSPLADGERPNHMLHLARLLIDGGYASDLDMEFENLFSGEKKAPPASKKVVEDLPKIPVSPADVSKNTQCP
ICRADFELGETMLQMPCNHHFHSSCINPWLERTNSCPVCRHELPTDDPDYEEYKRHKARKVQRDFELESLHDSMFG*   
>Ctel_65941                                                                     
NPKMLKCGHSFCKDCLVGLLVSMRRSSIDIIDIDDAPDRLKCPVCRVFTDVPETGIDGLPSNSMLEKLGDRVKELEEVGM
RERSSSGRPAKYFCHNCAKNCCEECHAKHNHTLEFHKTVDLSSDTATFINCSKHEDEYISFYCMDCKAPLCTLCRIHDDQ
CTKHCVVE                                                                        
>Ctel_227655                                                                    
MWLYVLLSSVRHSVLCDDGGYRGFSMYETYSAVMNITYIDPRSNKTTNEQDSSGRYSKSSPVEIEFGRVVHVLDQDKSRT
ACKKPINAPKGRVRWIALIQKGGCKLQQKIRNVVLKNASAVVIYETQNGSISIHETSVDFEVSQVVSIFISKSKGQHIAS
LVDNGTKVMMHISVGRQQTTQYSSINKTSVLFVSISFIVLMIISLAWLVFYYIQRFRYAHAKERLSKRLMNAAKKAITKM
PVRTIKNGDKETDSDFDQCAVCIESYRASDVIRILPCKHMFHKSCVDPWLIEQRSCPMCKLDILKAYGLQVHGSHDSMVN
IEIEGPSTSIGPSELVPAENAREIGTSPVEVIRYQPAQVEYHDIPSESTSSGASMTSPAMEEEDDEEVGRVGMVKESDGE
PHELQSLMQGASAQGTPPTASVAEEPQSV*                                                  
>Ctel_209816                                                                    
MPVILLHREEARDLWSAFKLNQGQLFIRFAPGLDSSATVASSELKWKSSRKKAALTNVAEKVLARMSTRLFHLWDTASSK
DSANAESCAICLEEYEEKQELRILPCQHEFHRVCVDPWLIANSTCPLCLYNIIEPPEERKRLLPLPVPPPPPLLPPPQLD
PFPFPCRCHHHPPIRQYTSSSLYGLAPSTSSYPALIARQSVHLDDRTSSTLCDIQLRSAPPHLYSSSSDDEQSSSHLSDL
MTENCSNKSVYGSSSGVPSEVSSQIEPHESHYVQIAGGEGMSEPPAVHLSPSCMSRKLWLDSSEGDLSEDSTRDSLPASL
MCRLAHHQRTCAMCQHAAICPAMLMDMLPSEQRNLCSFHRNLNPHPPYTQRHSSSYAVFRESQGDVLTLPLNQHHTHHRG
SAHL*                                                                           
>Ctel_43242                                                                     
RRVNSDACSWHQDQALDTTILIMRQTGPTGFLLKEEGEAKCFKVFLGDIHSCTCPTFKKEKDLCKHVCWVLLRKFRVPRQ
NPVTWQLGLVEREINEILRGIAASQGIRPSPNTRNLVSDVAKEEQDKKTNGTVAQREITPEDVCPICQEDLLGKHLPVTY
CKFGCGNSVHIKCMGVWANHQRSSNPTDATIKCPMCREDFGPYSLLQKELSTSHRETLADRKKEHLGIKCSGCQVCPVVG
KCYKCVQCCEYYLCQTCFNSPEHNQHSFSFRERPNQRWRPASRLRSSAPTRQVSEYSHLILNHKIRSFCSNSSQALSDLT
EATIRSFRMEVIRRNSTLLTPGNQCRVCLRGYQVGQEVRQLPCRHKFHKDCIDNRLLHQHATCPVDGTLFTN        
>Ctel_174092                                                                    
MRSGLIGIGSLALSIGVVANAYLQKKQFYPSVVYLTKSSPSMAVLYIQAFVFVIMMWEIACKLFFGTLRAAEMEHLIERS
WYALTETCLAFTVFRDDFSPRFVAMFTLLLFLKCFHWLAEDRVDYMERSPLISGLFHVRVILLLTVLGCADGYLINHAYH
LTLNKGATVQLVFGFEYAILLTAIVHIFVKYILHGIDIQSENPWENKAVYLLYSELVLGFIKVVLYILFLVIMIKVHTFP
LFAIRPMYLAIRTFKKALNDVILSRRAINNMNTLYPDATPEELAAGDVCIICREDMVASSKKLPCGHIFHTSCLRSWFQR
QQTCPTCRLDILRPPTPSRPTPQPQPAAAADAPQPPPFFPGWQPPQQPAVSTTSPPPTMPSPPPSGAAPGAATPAFMMPP
FMMPFSVPLPSPPVGFSGLSDDELRRMEGDERQAVEARIQVLRNVHTLLDAAIVQLNQYSSVAGPPTVSSSAPSSVATAT
VTSTQTPISSPASQAPAQSAGPASPEEGATASEPTSPDSPSSSENSEMSEIRRRRLEKFKTETEKPETTKS*        
>Ctel_227461                                                                    
MDTRLVAGFESLVARAKPFRGRCGAAMTSFFSHLGNALNSCNVKVALRAFGVVLSTHIVFSRGCQWVDAANRTSPFLGVS
LSILLTGLLCHVWSSYKSDVKATGFRLSRHLALSLKVLCEEYLWFDPRNKEELKRRRHKRRFLRMAVFSFMSAQCVLPAS
GLPLGGYQSMLSSIVLIFAIRICSTVIAQPFEVEHLPFPSLIHKIITGVLCFPYLLYTIYTRTAFFCLNLGFYFLSQPSS
EQRLTRLLEKLDFDIFEGLERYYVMGLLGSCEVLATLLVILWSLTLHLQCIALIALYTNVYNGGREFLAETMRAAFTEWS
LLAHFDRATSSELKNLNDVCAICLAPMRTARKTVCQHILHGRCLRQWLREKQTCPICVTPIA*                 
>Ctel_97658                                                                     
MAGRLSRSALSAENLNDLLTCSICMEAFGEGDRQPKLLPCHHSFCKQCLLQMARSHSFVDCPTCRERTPLPCPAPAGIHR
LQTNFYVTQMQEILIDDSRRVDRSSCRKHSNSALVFFCSTCEVEICKECCSTEHKDATHAVLKMDDAVAEQQAFLDVEMT
EARHIVTVNSAHVRSFETEIGALYSCKEKARKDINAAFDRYIEVVNQRRQHLLEEV                        
>Ctel_222016                                                                    
MYPSKSFHKKTKPISDRNVALTAAALQDHLVRNLALSDPLNSRRKLTSKRPTIKKEIKAVVDTGRERNRTPNTNGKEIEV
EKILDDRPPSLSLAQKLGLVQAPPSLLTEDEWSKVKEASKQRDDSVLPCVICKEDFGLQDQVILSCSHVFHRSCLEAFER
FTGKKTCPMCRKEQYQKRLIHEGSRSYKQKCATRIQAWWRGHVVRVWYLKLRETTPPSDPKLRQKFYEERLHTITDRMIR
SFDNDISSFIDQLEQSVEASRDVFKQLDAKLMILTEDEWLAIQAKAVERCETDCPICLNQLQSLSLIEENALSNDSNITR
KLQNKLRRPHGARKTGVRKETLLLSCSHVFHATCLEAFEDFSEGEKRFVCPVCRSHYQKKIL*                 
>Ctel_106582                                                                    
CRYFVHGVCRAGDECNYSHDRQNDTPSNVCRYYLAGRCTYGDRCRFDHVKPRDKSSKPSSLQSKPKPLSAPVLDSSAPKS
TLGFEDLVSPAPPAQENWVNAAEFVPGQNGCDFFSVPGSYAAAAGGSDEPQGVGRLLGDELCPYALHGQCRYGEDCAYTH
GDVCDLCGRQSLHPTNQALRDQHVKECIAKHNEDMEHSFAIQRSCDKTCGICMEVVYEKEPPPKRKFGILSSCSHVYCLD
CIRQWRSSKQFEHKVIKACPECRVKSDFVTPSSYWVDDEPNKTKLIEGYKKALSGKPCRYFDKGSGECPFNERCFYLHAY
PDGTKASPKPKRNRQNNAGDYDLIQQIVLWDFFEERQNAITHVLSDPDSDLLSDFFLHFTLSDVFSSDDESELTDSDY* 



>Ctel_144246                                                                    
MSDGKKSFGCSHYKRKCAFVSPCCKKIYTCRLCHDDKEMHEIDRRCVKEVVCLVCDTKQPASEDCKQCKTRFGAYHCSIC
NLYDDDNKRQFHCDPCGICRVGGRDNFYHCPKCDICLSTYLRDSHTCVEKVSRANCPVCLEDLHTSLMPSHIPKCGHLLH
KNCFEQLLKSGNYTCPLCAQSMLPMQKAWESMDHEIEGTPMPDEYKDFHVQILCKDCHTESRVLFHVLGLKCHQCGSYNT
CRTAAPEGLTEKGSGATPSGNGAASDD*                                                    
>Ctel_205182                                                                    
MRVSCLICTEQFNSHRDVAATQCGHVFHQECLLNWFRQSPTCPQCRERIQHKKIIKKLFFTQNEDDDDDRAADSQLAGQL
ETTQERLQEKVKKLTEQEVRNAALEAENLRLAEKYRSLEGKYQQESSACRMLKKNLQVQQVMVKEGEKAKDEAASLRTQL
ETYAGIKKLVKDAEGEIGDMLQQYSDKRQLATWCGVLQKELSAKRLESQRLNKEVMCAKKETSVKKMMLTEKMAELHSLR
DQMENIVSDLHAAERKIVALERKVMEGTSLRSSPDLTAAKRRRKMSSENSDVCVTKTLKINCSSSERPPESSCVLRPNIS
PPNLPAMASFLQKPSKLDKSSVVRTGYNGLGGHGKIIVPHKKATFDLFRQSRLPQGGRGKDPPLPSLSQNFF*       
>Ctel_219920                                                                    
MASLIYPRRNENNAKGQQRIPERQRSDDDLNTTQRTKVTTIHIYHRGPQSEERESSNEIVEVDNEPEEDNAEDEFEEQTS
EFLAGLHLHRSENCAHHSQSFLPSQPTPVAPHFHQPDPIDSFLDSLLNCFFPRPQVMMMRREPSDLLHHLTTDGLPPTWQ
REDSFSGQDYETLWTVAEEMDRDRNKGLQDGEIECLPTSNYFKPTSLDDDNLLTCKICLSEFEDKEEVRRLPCLHQYHTA
CIDEWLRMKAQCPTCRCDVREATRT*                                                      
>Ctel_19104                                                                     
MSLLSDEERWRVEHQRMHEKHRGHEAMHAEMVLILIVTLVVAQIVLVQWKQRHFRSYQVATLFGMWLIPIFLCVRFEWTR
FIIIWFFFSIISGYVTFRATRKPIEGTTPRLVYKWYLLIYKISYAVGILGYMVIMCTLFGLNILLLVKPQVAMDFGLLLL
FYGLYYGVVSRDFAEVCTDKMAAHIGYYTTTGMPTRRLEANICAVCGNHILVQNNEEAIVEKTFKLACDHTFHEFCIRGW
CIVGKKQTCPYCKEKVDLKRMFPSPWERPHVLYRNLLHWIRYLDAWQPVIIMVVQGINWMLGLE*               
>Ctel_179695                                                                    
MMTITLAQLKASLPLLGVGFMTLFLSLCFCCYMWRLKKQGQKEMGYKEVCYKNRRKSQAETCPVCLDDFSPKDKLAVCEC
THIFHTKCLILWLNQSPTCPLCKSNLGSGPGESTHLVLTPGQVDLGSSV*                              
>Ctel_110270                                                                    
FAGIKCPVCTKFVSPDDLECHLVMCLTKPRISYNEDVLPEGKGECVICFEDLTQGDTIARLPCLCIYHKSCIDDWFKVNR
SCPEHPSD*                                                                       
>Ctel_134735                                                                    
GGIGHLSVFRHCLHANEMHSMPFGIDCRVDLAVVKGLLTQIQSWREQHEQLFLFDSDMQTFDWNLIAFNREVAHLLADFV
VLLPKELSSDEWDFVLCTLVSFMQTCHESSSSLPSNGKCQAFATIVFHLLSRVTACMQTVIPASEAEFPSNLLSEWNEFF
SEAAYSLLLPLFIHITGMCGLSDGSAESHLLPAFCAAVSLCPVQHLENHNLPAKLTADDDSGLPDDLLTLVNHFCPLLLS
EHRCVQISAFRVVMSVIPCLTSAMNAENDKTIDENSSEKEKEAKCPPLPIMTSLDLSSQTVEVILHDSAMGETIVIEPFI
TEHNLTFGYLLTWRLLLALVQQAPSQLRAEYAEHLKSTLAVDVLMLNLFRLMPQSPIRDLKESLTSNSASESLCTTTSLS
VELQHLACSVYAQCLKDLPAVLRQWWNSHDRHSARIVEEYTTQYVSPILIQEEIAQVQAAADNSTDDNLSVKGRPMAREV
VASFQMEEVTMELLVQLPPNFPLGVMQVETVRRVGVATAQWRNWMLQLTTFLMHQNGSIMDGLSLWKKNVDKRFEGIEDC
MICFSVIHGTTAQVPKLKCRTCKKKYHSACLYKWFNSSNGTACPLCRNLF*                             
>Ctel_50226                                                                     
LPSYRFNADARRSSMDQISCVVCMCEFEQRQLLRVLPCSHEFHAKCVDKWLKSNRTCPICRADA                
>Ctel_194410                                                                    
MAASSSDGDLTQNLRDQFLQCKICLDGLKVPKTLPCLHTFCADCVAYYIDHNRLDSRKFSCPICRRHIYIPKNGVEGFPD
SFFVETLNDVLSQSTAGGGGERGQAECGICRFKEGKVNATVLCVECKIALCGNCSEAHNDAKVTESHTLLPLSQQHGCLS
REHYCRVHRGETVKYYCETCNSPICLPCTFLDHKGHEIEEIKNVRQGFMGEMEAKVTQAQDAILILGSARDDLVELENEL
FVRKEVVKTDIRRTMQELMRNIQDQEAQLSNEVDVCYDTVALGRDRQAVERTIF                          
>Ctel_90186                                                                     
MSQLYDVDQFVPAPSVELICAVCQNVLLDPVECDCRHVFCRSCISKWLAEGPDSSCPKCRSRVSVISLRTVVPLLQNLLN
ELQLRCANAGCDWQKSLEQYDAHVKVCAFRRLPCPHKGCFQTLPSDSLGAHKEACEHRVIKCSDWCGLDFTLQQRSSHNC
RTAVLTLLNGMQSCLNNK*                                                             
>Ctel_78443                                                                     
NPKMLKCGHSFCKDCLVGLLVSMRRSSIDIIDIDDAPDRLKCPVCRVFTDVPETGIDGLPSNSMLEKLGDRVKELEEVGM
MERMNRRPAKYFCHNCAKNCCEECHAKHNHTLEFHKTVDLSSDTATFINCSKHEDEYISFYCMDCKVPLCTLCRIHDDQC
TKHCVVE                                                                         
>Ctel_81238                                                                     
LKASLPLLGVGFMTLFLSLCFCCYMWRLKKQGQKEMGYKEVRLIIHRNYSTNDSFQTCPVCLDDFSPKDKLAVCECTHIF
HTKCLILWLNQSPTCPLC                                                              
>Ctel_150747                                                                    
MGQAHVNTLKENAPSELWLAQGTIQKHALEIKKAAIIPYEEFLQSVKELNEVTHSFSDINGKTLLFEVKKGSDTSVLWRG
TVRVKCHKVNSSNGIIDSTRLLNLKQFIHLRSEIQRQARFASFEDYDLSTSVFLTGLSHQEEGEMSECCICMDRKAGIIL
PCAHVYCEQCIDAWNVNHNTCPICRARIEGSDDTWVLTEKPDTSEILHETTGYLMDLADRSGYATAEVAPPVDRSPSYDQ
LPDHKHEDVAD*                                                                    
>Ctel_174661                                                                    
MPNSLVFSFDHVKPRDKSSKPSSLQSKPKPLSAPVLDSSASKSTLVPLRKKKTDSNGADEGFEDLVSPAPPAQENWVNAA
EFVPGQKWTSSSSDGCDFFSVPGSYAAAAGGSDEPQGVGRLLGDELCPYALHGQCRYGEDCAYTHGDVCDLCGRQSLHPT



NQALRDQHVKECIAKHNEDMEHSFAIQRSCDKTCGICMEVVYEKEPPPKRKFGILSSCSHVYCLDCIRQWRSSKQFEHKV
IKACPECRVKSDFVTPSSYWVDDEPNKTKLIEGYKKALSGKPCRYFDKGSGECPFNERCFYLHAYPDGTKASPKPKRNRQ
NNAGDYDLIQQIVLWDFFEERQNAITHVLSDPDSDLLSDFFLHFTLSDVFSSEDESELTDSDY*                
>Lgig_64498                                                                     
MRAQCCICSDLFENSDTVNIAAAPCGHTFHEVCLMKWLESSGTCPSCRKVCKRSLVIKKLFFDIDAGDDVSDQSPTKLSN
QLGDLKAKVRQYERDKADLLEKQTSFQSQIQSYQVESEIVQNKLKKEKTLNTSLKKEISNYEAQQKYFKTEQEQYRKSLR
NLKELQHLQILLSGRLQRFDSLEILNQNGEGSTKQLSRYCAVLKREYEQTKQDKKTFKDQIDKLRRELVSKDRQLTDRIK
ETSILTEQLTRSEEDLKNVEKEKEGMRKKLSRLKKGFHSP                                        
>Lgig_76584                                                                     
PDCPVCLQPCIHPVQLPCRHIFCFLCVKGVANRSRKCALCRQIIPPDFFLHPTLLRKEDLEHTVLFDDAYQWFYEGANGW
WQYDDRTSIDIETHFKKKDKAFELLIAGFMYIIDFENMIQCRRNDRTKKRRIKRDLVTMPNKKGIAGLKIGN        
>Lgig_79555                                                                     
QSEIETLPKETIKDLKQIEETQCAICFENFQLEDGIRKLSCSHVYHVNCIDKWLKVWANSYFIY                
>Lgig_79556                                                                     
QSEIETLPKETIKDLKQIEETQCVICFENFQLEDGFRKLSCSHVYHVNCIDKWLKVWANTYIIY                
>Lgig_84186                                                                     
MGLCKCPKRKVTNLFCFEHRVNVCEHCLVANHPKCIVQSYLQWLQDSDYNPICKLCNQSLNGENAGECVRLVCYDIFHWK
CLDQYARSLPPNTAPAGYTCPSCNTGIFPPANMASPIADVIKTFLSRVNWARAGLGMPLIDEPEAPSPIKKSETGPLSST
PLSTPSQTRPSAQVPPYSSTPTSAHSVINVDAGASSRSQSLLSNNPRKLFDSTKEDVMFNTSHDHDEDKYKRRPAFNWLA
KWFKSTEKGKRKDPNAVMKKFIVVLGIGIISFITIVIIFSKLGRQMTDDDPSLDPMANPNIRI                 
>Lgig_88425                                                                     
YDVLLQLAERMGDVQQKGINNNQINRLPIKKFKKYDKNNSVDEECSICMCEYEDNDCLRILPCFHCFHSGCVDKWLTNNA
SCPVCRVDIE                                                                      
>Lgig_92759                                                                     
MPAISLERVPLPSLQTYTSISVILLACCLFYAHQTVTNEDAILGVANNADLKMIWKNLNITLPYDDYMWNMIFVLTTEVW
CVWTLVNTTYCILILLAKGIQKIIFGELRVSEQQHLKDKFWNFVFYKFIFIFGVMNVQTMEEVVLWVAWFSSLGFFHLMT
QLSKDRFEYLSFSPTTSRASHIKLLLLLSIVLISCGGLMAVCIYTGFNAGLTIFSFMAAECILLSIRTLYVLVRYFIHLY
DMNMEGVWENRSTYVYFTELVFELAALSVDFSHHLHMLLWGNIFLSMASLVICMQLRYLFYEFQRRIKRHKNYLRVVKNM
DAKFPMATVEELEKNADNCAICWEKMDAARKLPCGHLFHNACLRSSLEQDTACPTCRMSLGDDQPHGRDGAIPLPNPNPN
NENQAQNQANNQALVNHFFHFDGSRYVSWLPSFSVEVTHTSLLPGQQQPHIQTSQLDNMARQVQNVFPTMPLPTIIDDLR
TTRSVDLTIDNILEGRLVAP                                                            
>Lgig_94578                                                                     
LLIESCSNIVALMGFTSMVSLIMYYIGQFMSICLGADSEEDKMIGTVSAILFFVLALQTGLTGLNPEERLIRLYRNFCLL
STSVLHFVHGMVNTQLLALSASSSSVTSKHLRALGMCVYLVSFPVCLLIYLWSYHTLNTWLLAVTAFCIEVILKVIFSLL
VYALFMIDSYRQVFWEKLDDYVYYVQSTGNTMEFFFGIFLFCNGAWIMLFESGGAIRAIMMTIHAYFNIWLQAKEGWKVF
LRRRTAVNKINLLPTATKEQLEQHNDVCSICYQDLQSASITRCKHFFHSVCLRKWLYVQDTCPLCHKNIYPTDDTTKENG
QPEQPPQPNHQ                                                                     
>Lgig_102357                                                                    
MFQLHGSPGDYAWGAHGFDSIISQLLNQLEGSGAPPAPEEKIENLPKVKINQEQVGKTLQCSVCFDDYSLGEEVNKLPCE
HHYHPQCIIPWLKLHGTCPICRKDLNGEVVEIKDNDMPPDSPF*                                    
>Lgig_103452                                                                    
MATALLKHPLECSICLENFNTRTPKILSCGHSFCLECLVTYINGKKETFPCPVCKQDIEIPQGGVDKLITNFSL      
>Lgig_104529                                                                    
MDLPSERWIALIERGKCPFQDKIKRATEKYNATAVVIYNENKTEDTIFMSQEDSEVLSVNLKKVDGEHIKRLLASGISVK
MTISIGKKYTKEATQSNISKTSVLFVSISFIVLMIISLAWLVFYYIQRFRYAHAKERLARRLASAAKKAIAKIPQRNVKS
GDKELDSDFDQCAVCIEGYKAHDVIRTLPCKHVFHKSCVDPWLLEQRSCPMCKLDILRAYGMQVSTSLLFDVCIEVYLMK
EN*                                                                             
>Lgig_108829                                                                    
FSGIKCPVCSKFISSEEIECHLVMCLTKPRISYNEDVLNEDKGECVICFEDLVQGDTIARLPCLCIYHKGCIDKWFEVNR
SCPEHPTD*                                                                       
>Lgig_114185                                                                    
MDNVKNITIATYDDMPALFGTSLPVDGISGMLVYVNPHNACSAVERPPRDVPNPRAWIALIAREGCDFAQKVLHAQNSGY
DLAMVYNIKGSDDLVRMGRGEINKVNIPSVFVAYSTGMDMADNFDYKKRNIVVNVDGEIPLPNYKIYLWPFAIVVGICFI
LMLVFMLIKWCIDRRRRNRSRLSTKHLKKIPIKKFKKGDNYDVCAICLDDYEEGEKLRILPCNHSYHRKCIDPWLTKNKK
TCPICKRRVIPGEENETDSDTDAEGGATSTERTPLLANQSATSSRTSTFDRSGM*                         
>Lgig_114760                                                                    
MATTTAGSKLAQEINEEFLTCKICLEPFKSPKCLDCLHTFCELCIDNHVMSECTYKKYSDYREFTCPLCRKRTQLPIGGV
KKLPDNFLVSSLSEVVLRQKPSKFPFCDICKLVNRKHREASSKCLDCNKLLCKQCVDLHKETKVTKSHSLFDVEIEKDIE
CKEHAEEVVRFYCEPCEMCICVLCTFNEHKDHEITQFNEAVLKYKEAIQTLLSNCKDRIDLYDSQLAHLKKCETLIKAAE
QKIR                                                                            
>Lgig_115552                                                                    
MSKDLILFCFFQSCPVCLEDFKSNEKLAICPCKHGFHQKCLCQWLHRKNTCPLCKAKVQPLLGERTGLMPIAVTTL*   



>Lgig_117114                                                                    
TCPICFELWTTSGSHRIVSLKCGHLFGQSCIQKWLKGQNGKCPQCNAKAKRMDIRVLYAKAIKALDTTERDRALEELAKE
RESKRKMELEKAQLSLRYQQSIEECTVLRNEQDILLREIELLRCGQFYQNHCEPCIISSQTVCTGQFKLDKTINISQEGK
CRVLAYSSSLAALLVSQPSNSHLFKGFGVKKISTMDLKTFQYVPIHSNVIRDICFHPVYDDGMLLSCGMDKTIKITSIMS
NAVVQTYESSLPVWSCVWNTSNKLYFYAGLSNGTVLEYDTRNTSEAVQEINKEAKRAPVVSLQYVPKDDDANFKQEGLLV
GQLDQTSFYEKKNESELKLHLLPLDGDLCFDSSSRQLLASFRSSTKYPYARHQLCRLTASRLSESQSIDDICSCSTLHSL
RAGKAQATLSRSTLFHTGDDSNRLIICGAGNNGNDESTATVQTWDGLTGQQLQKLPCGGVPLDMLPININNTKHLAVLLN
TQLKIYRWQ*                                                                      
>Lgig_119031                                                                    
MKAFLITGASFLLSGMVLFNAYYQKKQFYPSVVYITKSNPSMAVLYLQAFVFIVLLGKVMRKIFFGQLRAAETEHLIEKS
WYAVTETCLAFTVFRDDFSPRFVAMFTFLLFLKCFHWLAEDRVDYMERSPVISLIFHSRVLSLLSSLAVVDLYFINHAYY
STLLRGASVQLVFGFEYAILLTVVFMTLFKYILHSIDLQSINPWESKAVYLLYTELFMGLIRVILYIFFMFIMIKVHTFP
LFAVRPMYLAMRSFKKALHDVIMSRRAIRNMNTLYPDATAEDLASSDNVCIICREEMDTNCKKLPCNHIFHTSCLRTWFQ
RQQTCPTCRMDVLRLPRPAPTPPAPPAQPQQPPPFPQAFQQFQYGWLPQHQQAPAAAPPSGSTSSASTTTTPSTTTPLSS
PGTMGAPPPFIPPMMPPNSFMPFVYPQPPSSMSGLSREDLLNMEGEERQNIEARIHWLRDIQSLLDGAMLLINQYNTVAS
QMR*                                                                            
>Lgig_121339                                                                    
MATEDRDSVIAKELEDIQSRVPSIDGLKLIACVPMLVQASITKNEFKQVTANIQFPPRYPHEPIMIQMKSRRLEQKFTDK
LEKICEDEAKKWIGARQVLVILKFIRTFLEENSLCVCSEEIVYIKRELIKDSDEIKLKQKTSQIFLKINQNNYFMNLTVE
VPDIYPKQQIKIELTETNFPDLLRVNFIAQAKELARQCVTPPLLKNTNQPFEVKPSLKVVCNYLIKDCVKRYPLENCPIC
KSFVLAEDPKNELKGRKNQIERVYCGHLFHNGCLDKYMKTPPFVGGKKCPACDKKIYHEKWRVSAEVMENRWAHKQAKQR
ELEEVKDFMND*                                                                    
>Lgig_122173                                                                    
KSKSELPNKFLKPVVNPAEIEDCCICCEKLNTESGYGNSNHSDGEVVALSLCNHMFHRQCLMAMYNSGPKDGSIQCPNCK
KIHGLKLGTCPGGEMEYWTLPESLPGHSDCGSICVRYNIRSGTQGPEHPSPGSRYSTYGFPRVGYLPDNEKGRKVLQLFI
VAWKRRIMFTIGTSSTSGYQNTVTWNEIHHKTEFGSNNSGHGYPDPNYLDNVLLELSVQGVTEEDLNDA*          
>Lgig_123514                                                                    
MATGGRTTLNPNFNQCVICLENYKKPKFLDCHHTFCQECIRDLEQKSPRTVSCPLCQRKVQLPAGG              
>Lgig_126485                                                                    
MSQLEKRRRNLIFDEERFEETFLKCMICRENFNDFDKLPKMLPCHHTFCLDCLQQMFRVEGEFRQTLTSAFRGMPTAVKI
QCPSCRDGIIVSEPELRRLPSDHTIMELVCFVKSTGKTDVQYCSKHQLQPLNFFCEPCIQPVCCDCTVIDHKEKSGHYVV
NVDEAMKKYTPKVEETIDLLKTDIDELVTKQDAIAKSNEGLEQIQSELNRQIQSTFDRIRETLAEREKELFDSTENEIQK
KADQLERRREALASRETELAAELKGLETALQEKDIGFLFTGHKKSKKILDKTVYIPPDTTNEFSVSFQFNSRQELNVRQQ
LQNFGEIVFTS*                                                                    
>Lgig_131348                                                                    
MSRYDVEKFVPQPDQELICCICTNVLDEPMESPCRHVFCKICIETWLNNRSTCPTCRFTVTNGDLKPVLPLVRNMLNKLT
LICDFSDNGCKDLVLLEKYQNHIKACDYEKVVCRYPKCALSMLRKLIKTHEEEECKYREIICQKDCGLKIAVNSVETHDC
LKALKAFCESKY*                                                                   
>Lgig_132872                                                                    
MPTQLTECLSCPRCLKVFNAKDQKPISLGCGHTVCQKCLINLLNKKCPNCQSEQSIITKSVEQLPVNYALLQLVGIAIPD
KERPDTTQMTENKSLYESCKRYIEELAVHMKSISGDAKYEHGSTNSILSRPMQRKLVTLINSQLVEEEGRARAMRAARSL
GERAVAELILQHQNPQQLSANLWAAVRARGCQFLGPAMQEEVLKLILLALVDGSALCRKVLVLFVVQKLEATFPQASKTA
IGHVVQLLYRASCFKVTKKEEESSLMQLKEEFRTYESLRREHDSQVVQIAMEGGLRISPEQWSSLLYGDSNHKSHMQSII
DKLQTSESFTQSVNELMVVLQKTGDPAQLQSLKPHLQFLAMIDPSQDKQVPSWQNLEAILKTLKIVIDGLITYLNDYSHK
KSDVLPVQNARYKTSMCRDFTTTRSCPRGINCSFAHSEEELERYGLFITLNYLSF*                        
>Lgig_135191                                                                    
MAAGNINPLECSICLENFQNPRLISCHHSFCFKCLDDFIRNTSKNNKFNCPVCRKEVKVPPGGVGEFSANFYINSQNESY
AKKSRSRKTKLAAEDLPGNSKEVQKDFCEKHPKKEVEFFCVYCKVVACSKCSVSTH                        
>Lgig_137472                                                                    
FSIFSPFNFTGKAPPASKKAVEELETRVISPTSPQCAICLAEFEEENESKILPCNHQFHSTCILTWLKQVNSCPECRHEL
PTDDEQYEEMKRHKARAKQREFEQESLHNSMFG*                                              
>Lgig_138976                                                                    
RGSSANRGASQAVIEQNTLPHKYKQVKRCGDEEEENDDQLEKCTICLSEFEDGEDVRRLPCMHLFHIECVDQWLCTNKKC
PICRVDIEAGSKDQISAD*                                                             
>Lgig_144138                                                                    
LFSEINEEIEVLNHIYIDELDVEYDESEKVKTIRVILHPSTCEDTSVQYVCLTLVCDIPPSYPHDVPDITIRNPRGLAEE
EVKSIHDDVIQLAEDRKGEPMLFELIELAKESLTEGNIPRCECCICLEHFHEGDVFTKTSCYHYYHQHCLGRYVKHVLSK
QKDDKEEESDNEVCCPVCRTPIDYNLNELCDAPPPIEDTPTFEISESIRQAVGKMRDLYIKQQENGGIIDLDFEKNKFLI
NEVILILYSRLLFYLLL*                                                              
>Lgig_147275                                                                    
FFGQLRAAETEHLIEKSWYAVTETCLAFTVFRDDFSPRFVAMFTFLLFLKCFHWLAEDRVDYMERSPVISLIFHSRVLSL
LSSLAVVDLYFINHAYYSTLLRGASVQLVFGFEYAILLTVVFMTLFKYILHSIDLQSINPWESKAVYLLYTELFMGLIRV



ILYIFFMFIMIKVHTFPLFAVRPMYLAMRSFKKALHDVIMSRRAIRNMNTLYPDATAEDLASSDNVCIICREEMDTNCKK
LPCNHIFHTSCLRTWFQRQQTCPTCRMDVLRLPRPAPTPPAPPAQPQQPPPFPQAFQQFQYGWLPQHQQAPAVAPPSGST
SSASTTTTPSTTTPLSSPGTMGAPPPFIPPMMPPNSFMPFVYPQPPSSMSGLSREDLLNMEGEERQNIEARIHWLRDIQS
LLDGAMLLINQYNTVASQMR*                                                           
>Lgig_179337                                                                    
MGNCLKSPNTDDISLLRGSDNGPEVVDPSAVHIGPPPPYQESVPIYHPSPNVSRPANQLTEDEQVKIAQRLGLIHHLPTG
VFDGTSKKAKECCICMEEFLLGDMLRFLPCMHTYHKECIDDWLMRSFICPSCLEPVDAALLTTYETS*            
>Lgig_152917                                                                    
MEVLTPNSKYETMVSYEENFYNEEELEMEFMTIQENAIMIFQFEANINAKVEDSQETKDEGDVNIPETEIKEESCEDSEL
FESETEKSFTVLAPKKQREAAQKKLKKSKKSKKKTTHKVKKWTSVDNSYIGINLTLFPRPTKSTEFEGDIDNILSDINKE
LNNFEKLSAKFQPMLELESDNRKMKYIRKDRHRKIQKAYKQIKTKYGRSLRNNKGHKKLFINHRVKARIQLDVERIYLHL
PSNSKHPATESNSNTDTKAQSQKHNRHWQDQNRPAPVQNLAYALDTGNNPTNFEENTLSLLINLQHRELTPEDYELLSIL
DQSVAPKTVSQTIIDGFKTAEVTESLAGLTCSVCLELYTIGQTVKYLPCGHDFHSQCIEMWLSNSSMNCPLDGLPVDN* 
>Lgig_153495                                                                    
MAETDSTDATDSTGSRNLIVDSASFEEQFLRCQVCREKYDREARPPKSLPCNHTFCQPCLKQVFDHGQPASRRERPLWAG
ENREGTLKCPTCRVEIYLSRSEIKKLPSDHRVIQMIDFMAQAITKTQNSCSKHERQPINFFCRTCLLPVCRDCTVLDHKE
QQGHVIVDVTDALNETSEEFTALENKSRELLDKMKQRSDSLANGSKWLDIFERKIKGEIKDTFIEYRLLLERRQDSQVDI
LKKFIKEQKESMRKRFDDLNDKGTELQKLYDTFKHARSTNDVRQLFTINQNIQEQEENFKKEAETSDEDLYVSYKFEVEN
EGSFLAEMSGLGEVISKKDKTISEPVPRHQLMLFDMEEQQDEERRNLSQVPIDCDFLSSPTGEMPSGFSGVSDLNDEDDE
EDMSIYPMMDARRLTRLIETEYPQFNDGDSSDNSPTRSRDRHAGQYGYRAILTPDNEETAQRPLRGRSRRSGSGSTLSQG
LLTPEPPRGTNRSGQSNGSRSSSGGSGTGSSRARHSNATTTADLTARIQNLLQASRNAQEETS*                
>Lgig_159128                                                                    
MEYKYKLESSDEDVKVIKTESPNRKRRKTSASIVDLTNSPSPPPVRSWEPAAEGQRTRRRSATQRRVSGESSRARRSPGT
RRRTTRERNPTRSTESPERRAFQPPNVMGRQIHPASVLPSHSQHQPQPNQQQQQQQAPVIIDVDQIPVTTPVTMAPYAFP
VCTGPHHLPVCSTGHVPMCNTQPTWSIPCTVQLPSCGVQHFPACLQQVPLPQSLPPTMLHHPTQPTPQHIHPQHYPLPPP
YYSGRTPSVQENDVQLLEHHPNYPLPPRIHPHNLPTLNPSPPIFLQEPTVHPTPHDLYGPYSRYYARRTMARNRLRPQPP
PPYPGFLLHFLAMLSNPPVPPYGRDHSDEASDVENYEALLNLAERLGEAKPRGLTKAEIDQLPAYRFNSETRRSDLDMTS
CVVCMCDFENRQLLRVLPCSHEFHGKCVDKWLKRQLTNRTCPICRADASEVGSQSD*                       
>Lgig_161737                                                                    
MWTIEQKNMSARNPGNSNSSVILTAVALQDHWVRTLALGKTFGPRKIGIGPAAKSKQKKEIKSVVDTGNRVKKDNVKVKK
EEEFVLDIKPPPLTLAQKFGLVDAPKQLLTEAEWNGVKIKSNIREDSKQPCVICKEDFGLQQQVLLSCSHVFHRACLQAF
EKYTGKKTCPMCRHKQYQSRVIHEGSKQYRLTCATKIQAVWRGYVVRCWYKNFRLSVPPTDPKLRRKFFEEKLQDITDRM
VKSCDFSLHGFLQEMDQSLEASRNVFKNFDAMFNILSEQDWEEVQLKAVLRADTDCPICLQDLAPTVLLSCSHVFHDMCL
CTLEKLTEGDLRNNCPVCRAVYQKKIIHM*                                                  
>Lgig_165833                                                                    
MLRSKVCKSRPNTLPRMAKAAYYEREEAAMKEELAAKESNHGLKKNEGIYSSLTALNKRSMVLDEENFEDVFLRCNVCKD
RFSEPDKSPKILNCHHSFCLACLLQLFKTECEYRHTLTPSLRGMPTAVTLHCPTCRHSFISTEDNLKQLPTDHRIVQLMD
FVKNTDRYTVTFCSKHDMQPLNFFCEPCIKPVCRDCTVIDHRENGGHLVMDLEQAMQKYTPILNRALSEMQSESKSLDEK
RVALEDSLRRLDRTKVDLLQQIHQAFNKIRLSIAEREREMCDMADSEVSKEKSKIHEKIKLLKSRSANLVEHSKSLQQAK
DESNVEDMFRTHQQYREYRASPPIKVKEVDDGILTTFSFTPRDEAGLASKLSNFGIICAKTEHIGPSSTRTRSSSCTRLS
RR*                                                                             
>Lgig_165963                                                                    
MSQSKNTCSICLSECMKPRTLECSHKFCEECVTDYEKQFKDEECFPCPMCRMDINVKGEATETTESESRLTSVKEYCHAH
DDVVENYCLDCKQLVCHRCCLTTHKPHKMATLEERYPECMEEFQSAKEDLEKQLPRFNLYSQQVKVKIREIRKSGDEACQ
DVDDRIQDLTRALVQVGEDLKSEIWQNCLGEETKMNDRLSQSTNGTQTILANLKYADDVKDKPLSEIEHFKSVLLGNKGS
NERRNFIVADFNRTKLVKGTYKDDLTSLVGRIRVIKAKPNANYPQDKYEAVKFP*                         
>Lgig_166144                                                                    
MATVEELEKNADNCAICWEKMDAARKLPCGHLFHNACLRSSLEQDTACPTCRMSLGDDQPHGRDGAIPLPNPNPNNENQA
QNQANNQALVNHFFHFDELKILNYPQWYDSWLVAIKSL*                                         
>Lgig_168137                                                                    
MANPTEMNYLGGARPKTSVGSSTSNEKKKEKKHVDKSCKYGSDKCGGSPYRNQFLKSCSCCHNPEKERHRVIANDTTPNH
TLEKDSTIFLDCEIQQGCIPIKNEFDLDNVNHFRRKLCYKKPVQYSCMEDSAVTGSLYNLTLDSNTESMHYSSQEDCTGV
TLSDSKDFSSDDRTTDPALTVSCLHSNCTNSNPQAFVKWKTAGLALREVLSKKTNKLNKGKVSFPRDHLKSDHTRCWLQR
LHDFDEYNEDFFTFCDCEDEETLTKTGSSSSLLSFDSANLSNPSNDSSSNIFQLDPVSSCSIPTIKRITIPIDQTSKDSE
KTSINLESKSDSKSESKLLIKNNVCNSTVWEMLQKPYLSYNEDNFNKVNHVDRMNQVDNVQHVDKVNPLNQMSLLSHDIC
DISLCNNNSSNEESMNLTLPITISSHNNTQVEPNTSLLSSTHNFNSQQTQSNKQSDLTLCFDNLNTPSHLLAPNLCGTVD
KNVNKSPVNTLLKKLVADVSHECAGSNSLSNIEQSSFEQSMLEQSSLNQTNDESTLEFQMCNCLQFVSSVSQPLLSSLNS
TDLLNSHLQCANCLNINQNCDFYSNSQKSFPPGKCSICKIYHHPDSLIDMSTSSLLNESETINEESTLVVSKPKVLCESE
SDVTDRSSICCETSGEIYFSEGTDSSDLPSKLIRLNPTKNNTEYCAQSTSREKKKKVLHIRKSHRRSGSTSDSDINDEDH
NEKAIVAPLEESNNILLSDILHPTTPLARFLKSHIPYDERSVNMPWENIEDGLSVESCADADSNHSLTGMSEGSSLRNTQ
LDPYLDTKTDEPLSQISQHIKKSSERKSMQARPSTTLRKLLNMEIHTELNGENSQYSPETWVRLVDQISLPFDCTEDDNS
NDINNDNLLIDSTEKSNEFADLCLPNYDSSASCDADDEFECDCEHCQLLKIVGNTDNILATDNVDDNSPDRNNYNWPDFL



EDDTSLDLDLSELRPLDPLLNNLQAIPQDLIDLMFQNVIMQMLAVHPELMGDQAPPPVPQHIIDSLPIVTTTQLHIDEEV
SCPICLCPCQLEETLTILCCQHLFHPLCIQAWLAKSGTCPVCRCTINAVI*                             
>Lgig_182605                                                                    
MMSSTLVETVSINYDDFNDSFLTCGTCLCLYDSVEHNPKLLPCSHTVCKHCLERIVAAQNLDTGSFRCPICRENIHLPQG
GVIAFPPSFLVNQLLDLMASQRRDVVPKCSVHSNQELLFCETCDIVFCSLCSDNNHNGRGASEHTVIPFAIAIKRMSEIL
LYKAHLCIKNLNGAYENISDELRSLEQSVDKTLDSINRSFQDVMTIIEKRRHECLQWVRKIREDKRTVLKEQLDLIQAEK
DKVQLDCGNLEYQVEVRNITKRISDLNEKLDSTSNLAEPRENAFIKYEFKHNDSLKQIETAVAKFGQIKISTTFPALCTG
KIGEAISHLRSSAQVMTVDYHGNPRLTGSDPVTADLRTDKGVLVESKVKDNDNGTYDIIFVPPTLGRLKLSVNIFNRAIK
NSPFMIEVSDHINPVWKLGSRGSGIDNLNQPVRIASGPNGLIFVLDTGNSRIKIINSDGQVEKHIGPIGLENQSATGLCL
MNEGNLAVINWRSKQVSIITPEGELVRQFTTTEFVEPTDIAVNSRGEIIVADSGASKIFIFGSAGNLITTFGSKGIKDGQ
FKLISSVTVGKCDEIFVTDHRIQVFSKDGKFSRCLSDSGKGQYGGIVVDNGGLLLATKTEKGRSFVQVMIMNSNGKLHNI
IDSNEEKLKRPSGIAILPNFHVVVADLGNDCVKKYRY                                           
>Lgig_194257                                                                    
MAGEGVQENFGCTHYKRKCILITPCCDKEYTCRVCHDDNENHELNRRSVEKLKCMKCNTIQKVSRTCTNCDIEFSKYCCN
ICNLYDDDISKKQFHCEFCGLCRLGGRENFFHCKKCDLCLATSLKGNHKCVEKVSHDVCAICRDDLHTSRLKLHVPDCGH
LIHYDCYYNLLKSNNYACPTCNESLVDMGDVWKHLDEDLANTEMPEEYKNVILDILCRDCHKTSKAKFHVVGLKCGECGS
YNTCRN*                                                                         
>Lgig_194981                                                                    
MPVFARLTGFSSDLLLVVHNFASVFTLLMIVFYLFNNLSNIIDICQESINEAYFAFKTFGPLPVLITFWKSVFLSVQMLI
FWVLMFSCHFYLFIMSDDESNRLFYDEGWLVVILASLGECCTTPVSLFAFCVMISYTSFGVLTLTKFYLQGFEMTPLDFD
GSRGWTEGFTMLLIAVQTDLLDLSILQRAFLMSILLFIVVSSLIQSMYEIVDPILLTLSASHNKRWTKHARAIGLCTFLW
IFPLFMSYFICQYFDLDFWLMVIISSCLLTSVQVIGSLVVYALFIYDSLRTEPWESLDDVIYWARACTRVVEFLVAVFVV
CYGFKESIFGEWSLVNTSILLIHCYFNVWQRLQSGWKSFLLRWKAVKKVESLLLATSEQLENYNDVCSICFQEMKSARIT
HCKHFFHSVCLRKWLYIKETCPMCHQEICKSNDLGNETANNVDDGDGLNEFENFNDFDFSTDEDQSDIDND*        
>Lgig_205644                                                                    
MQALEGNLPFCWQSNERAFLKDFVACTPGTSGGRLARWLQPDSYLDPKQCEIVCNKEELKCSWPAVITIMNKDQYGQLVN
VPNLKVEVKAVPVDMKDGLGDDSKKMRRLSRPDDGDLTFGGLPTPVLDVPYEPVVKDRRDIFHSITMMKCYENYSFEELR
FAAPAVPRPSENMLVRANLDGTYSANWTPGCVGFYNIHVTIDGFETGDVYKVEVKEPPQGVTPPPQSIKKHHQPSRVSTL
NLSSHHHPSRMRKFVAKYSAGLRIRIHPTLQSEQCGVIKPDGIISFIDEIHNDDGVWVRLSPDSIKDWCDNGYVEAWCVQ
YNQHLGKTLLVPVDEPKSVLDMKEPMIREYTEPRSKPTKGPRGPGVYQCINCGSYGHNIRTRPNLKATAIGMVTLGEKLV
AIDEVINQDGVWVKLDPESKDNYCFNKESEAWSLVCNVSGTAFLQHESDIADSDPFSFNTLPQTVQRGFDFSAAQGESRF
NGNGPTPNPSPPGSPKVSSRSSSPKLKTDSGGSTRSQSPSVRGESTGKEETFKTPPSSPLPIKVNKPKLHREDSFERISK
SPSASPPSVKKSIRKDEDSKDSSSIGSGLLRPDDKGSSVDGVQTGSPSVKFTAIPKTVSPHRTRSRSPKQLSASSSRSNS
PSIPGTFNIGTDDPVRLSPKAARKDRGRQLRSKRERAASPSPRDTTPVGINRGQASSSASIIHDQLREPVHEALSPSVAE
CMRAVFAAFMWHEGIVHDAMACASCLKFHPDLSKEMSKTKIKKEEKPRTRHLTDSSKDKKERKKENINESRKEDISDDSQ
LPPTLQHLVYFWEDLAGAVLKVVKQDIVVPSPALMNREKKVVEKKDRNKDKESKSKKRKEGKARGKGMFGEDVARLFGAQ
GPGNGGGGEKESVCELCDFSFSHPVTYHMRQAHPGCGRHACGKGYNSGGNFCGGWAGNCGEGGIGGSSWYLMCDQCRDKY
LKEKRQSQKEKEREKTKKVKKKTTVMKPTSTLVTHLDVHTVLKNNAMFLLDLASASGFTLPKNIKKNGHSRSDIYLPSVS
ENLSTESEPFPPIPYMSNLKTPGHSPQPKSAGTSPDSEAGKKIFHRSISEMSTDDENGANHERNRMVTPRRRNNSGGVGD
GGMSLLKHPSAAMTKLILSLDSTTDFGEMRLRRPVLDFIIQRHDLDGLQWAMRQALRKAACRVFALQAFNWLLRSVIQPS
CIHDLLWFFVASLMPSPVEEDEEEDKDGKEGKDKDLKEIKDPREIALKNLMKRDQEENPLCDHPIEDIALAGKAVAPLPE
VFHTFLQSISDIMMHLPSGSALQRMGVCCYSIKFQQSDHQFLHESHVFSNISRILTRSEEDNDDNSIDFSQVQVGFRVSC
LKDITSQTDMKASSRQAMIGSLNDNTTETFWESGEEDRNRLKSLTLDCSNKTEPYAIYVHIDNSRDIQNKVGNITFSAGV
GVEDIHKLKSVDLESRHIGWICCSIPDSNYRHIQLELKGPDQSLRVRQVKILGTIEDEDINLPVKKNALDLQQDFCEAET
LRVFRNLTSQVFDKLIFNDQESDAIDGDNDLKEHMVGILFSRSKFSHLQKQVCSHIVQGFRKETARIREEWEHSLTNRED
KLEENRASDVYCFELLSMVLALSGSTVGRNYLSQQHGLIQALFSLLHTATPRIQRQVISVLRRVLPDIKPQALASILSIP
ALPPVDYSIISAGNRDEERYADFDPETPGILDVFLACISKALTVQTKVKTVGPSKGLTTHTLAENIASDKYSRWWFRGEM
SAGLANSVIQLVQDMATGKFSDLWAVVTKAAIAEAILNLTKLDEELRAPEICLTTPTLWLALASLCVLDKDHVERLSSGE
WVSSPDTQHGQPRPTCDNHDDNVTSAIILCTECGNLCADCDRYLHLHRRTRTHQRQVFKEEEEAIKVDLHEGCGRTKLFW
VMALADSKTLKAMVEFREGKVSSASMGPGTCRFCGATSKTGVLAIGNVCSDPDCQETAKLACSKILPCHHPCGGIKNEEK
CLPCLHGCKNGDGEQLKQDADDMCMICFTEALSAAPAIKLKCGHVFHLQCSRTILEKRWVGPRITFGFSLCPICKATIDH
PVLKELLDPIRELYDDVKRKALMRLEYEGLHKAEAITTPGARFYKDPAGFSMDRYAYYVCYKCNKAYYGGEARCDEQAGG
GEDYDPKELVCGGCSDVSSAQMCPKHGTDFLEYKCRYCCSVAVFFCFGTTHFCNACHDDFQRVTNVPKSELPHCPAGPRC
KQLDGDECPLHVQHPVTGEEFALGCGVCRNAHTF*                                             
>Lgig_206528                                                                    
MQVSLVLLRLEIADETSIPKVLKRYCAPGFDNKIKLQSEKQKSSYASIVSSKPINHKYTAELCEFHGKRTYCDISLEFYV
TSEMEVSEMLNETLDVRKSDSGDTNPDIAKSPTPTTTLHFYSGNPCVELTKGILHIYKDNHLTSLDEGVSRSEMICILAV
PASYTIHDLLNFTSSMSSCIEHMQIIRDKKPNQYMVLLKFSNQKACDEFYSYFNNRPFNSIEPDICHLVYVSQVEVMKES
EGAAKPIPGVTELPNCPVCLERMEESVDGVLTVLCNHAFHMSCLQKWGDTSCPVCRYVQTPEETVDNRCMKCSSHESLWI
CLICGHVGCGRYVGLHAYRHFQETNHTYAMQLGNNKVWDYAGDNYVHRLVQNKSDGKLVEVDEGGNIVQDEKLDTLTLEY
TNLLTTQLDSQRLYFEDQMLEVTKQYKEQVDELSKRWTTQMEELDNKGYVLTEVSKEKQSLEKRCSNLHSRLTKALTELQ
DEKQMNKCLRENQSQWQERVGALESQIKDTTENKDKEIKDLKEQLRDVMFYLEAQQKLSNTTELSQEEIQDGHVIVGASA



STSQSGKKGNGRKKQR*                                                               
>Lgig_208267                                                                    
MADSSSIETRSKKKKGSSNSKKKTEEVVKPTSPPADTGQDEAKTDTHARSSGSPDPNCSICLGKLENKSFTDSCFHMFCF
VCLLEWSKVKNECPLCKQSFKSIIHNVRSYEDYDQYHLIISRPRSPEHPYSRNFRYRTTLTEDRVFNLRNRVIGNPVTDP
ETVLQLQAIGAPTNYPVQAYEMARQNWNRRRQASTSDFRRRIYTNGMRLTGIRGANNRVRECSPAFFTRNPALTHRLVPW
LNRELNALLHDEELHVQFLLELIMGLVKRFDIGSEDFYQHVSPFIGRHTRQFMREFESFAKCPYCMVVYDKKAMYEHVAE
SVSSDSSTINSVSDDDSDVQFISSEAAPANERTSEYINLPDISSEIQVTSTVDSPRNQNFLQNAGWMSPTPGPSWGFEPI
MPPSRQKSFIPSLKRSVGASDTEVDSSADSLSSAGSDVQVVAYDKPWEERSPINLSSETEIERPVKEKKLK         
>Lgig_211488                                                                    
MWLKLCLLLIYVTFLFIIARFIEAVTWYETGSLSRRLLDPMTLSVMKLKALLHQRGVTYDGVVEKSDLTQLVESTGPAME
DEVEMSLMEEETSVETVFESGAHFYEQVEDAKDSVWIISVIWGDTLNHRFISETVWKSIKKRVSRFGIRAGIMDCGKYPK
YCHRKGFSTPRLMMAVPQDFKTKASVKMYTYYGPARESNINRWIHERIDEKVNTVKRFKEFKSDWLLYKHSFLNPEIRTI
LFSKGLTMPMFYSALSLKFPGRVQFGKVDMRSSNEEFKHFLWNNSKVYGSLPYYLIITPEDKFVYGLKRGEYLTYESLEI
YLKCLYPSLNDLFILSFVIVNVMSWFEFFEVQGTLFKRLRKLLWCALKYNVLLIMTWLPLVGIFSLPNLDKLTMFGLKIV
RLISTSSLASLLRQDIFFYTVYSRCLALSFLLYTFLIGLVQYMKQDVVTNENNGEEEEDLWNFNQMRTLQHLFRPADSIG
RLESGLNRFGVVTSTLWLQPSGSLEYIQQLPTWQFHINNVHCVNENPTEMKEIVQNENLDMLKEDEVFSEKEIVQSEKFM
EDIKLNLSFPPGYLPNTQCVICLDDYENGITLCGLPCGHSFHEKCILSWLNRDNHFCPTCRWPADQPKKDTLHLHCE*  
>Lgig_221472                                                                    
MAEASPWTSSVQCRYFLHGACKQGDQCKFAHDYNTAPSMICRYYLKGCCAYGANCRFDHVKLDKNKTNEKNHTKTLEGIQ
KPSIISECEKRKSKLVSLKRGGEVKEANNCISPHGKPPEEWVKAKEFVPGEKYEGSVPSSYAKATSNGQDGEDIEILEDN
SNVLCPYAAGGECWYGDNCTYLHGNQCELCGLNMLHPTDEEQRKQHLLECTEQHEEDMELSFAIARSKDKACGICMDIVV
DKQPISERRFGILPNCNHIFCLNCIRKWRCAKQFENKIIRACPECRVQSDFVAPSQYWVEAEEDKAKLIEGYKSALSSKP
CRYFDQGKGECPFNEKCFYLHAYPDGRKAEPQPRRTRRRENANGERDFMHHSSLWEFLQVRDELDNLNILDEELSILLLG
LMLDSDEDSDDDSF*                                                                 
>Lgig_231602                                                                    
MSQPPIFSFYNSSAIQHSPTVQFPQYGVQPFPPPQHNPYANQYHYNTSTWSSYPSSPVQTSPHLQSRSQTPQLCGNINNS
YTSPRRQSSPLMILSPITEPALFKNKGSVLIDENMHPRTLPSQMVSASASVSNINPNKDASTTTNYVYKSPNRSQIFLER
AKKLGIVCARSESSSEDMSITNGFNRENEALEKKNKLNSLCYHDAVVIDKESTKTMDDLFSSVARKITTDVICSAVMELN
AEYGISIQVDDFLKSVDNLLDNITDNNIIRDEEVIPNLEPMQLEAESNLEKLSSVTSSQTSLLNPDTPELKPLNVDIMDS
MYLPFQTIPISPEYPEQNANHNNNNIHTESYMMASRNTDFMDLNSYWEEMVNVETQTVVEMVEKATITEFTKSQTVQVER
HTTGVQTELPLVTAVPPKVKSKNKKLQTDPEMFRVKSSDSNYRYMKMLEKEVYSLRSQMCLIEIQRELHELQSTKVRWTE
FFTPRHECNGLNEMLDARVNWLKQCHINIKTQLESGIARLDTGVGLKQLPEPNIYIPTANGNQTFVPKTVMCRPSQLVRV
QQASNRESSVPENLTTQKDNLVSQLDIDSEISDDKQSLDETTTSSSSGEINPYKDYPLTHLKDYVVSERSSESDTSNEVK
VQLATDHHRIKQLNNTEHEENRKELIGYDNSSVTVNIEKYTSKESEEAQSVDQTSVMASNESTVRNDIMTILLDVNPIYE
PASIKYHTSTSLKASHICNDESHLGHHNVSKLNLSLSANLDVIKELTETIKEEADIDTQVLQNTRSTDQPQLSVKIEDIP
LPDSDAEGLLEKNVEYVAEEENKLEEYSSSAFSDTKTRCLVKKIDHYLSESISDCPEEITTLPDVMNPEESVNGNSFEAP
VEETSINIPKDNPLIQEIPPVLNKDLLKAVTTQLVNDYPNLLSNPDYLKKLADQQTLLLQSYLDQKTNPQTGAQAAGPDT
SPHNMGSLLRNVVPVSATQQSNCSLNPAEKISSEFAKICSTGSSRPNSPVHLVQPSVNFISQQNMLPHSQQMMLRPLGPY
EQHFPVSNSTFQQQYSVNAFQNQYSNRPAFINAQNVSGLFPIRQQQPMVPQTALSTTNQTHTGAPFSNPVAPYTTQNEMN
CFSPNNIESSSKLINDGKSESTANGSDGMKDPNLPEKQTLKEQSPPLSIKSYLVQKDKVKLTKRKNPVNTGTSGEEDSQS
MDTSSETLHNTSFSKPEISDKGTSEMNTLGVSQRFSSLVELNQSGYMSDCNIDSKVKKNSSLKHLQHDNSGYMSDSGFKS
IPKTTAPGFQNKKVTTAALLSGANGFQNGSSKTHSIPSLFSLSLNSDNVQRFPNPTDSKENTYKQEPIKTFVQQPEVLHS
RSEKKSTDTDMKSRKRNKTTSDLSRPSENKPLPMFQTNSGQDDWDLEADPYPTTFKFKTDAQKSLNFGTNASDLCTFSKQ
AVQSNPKGVPKTAKKTGLKSEAKINTQFLGRLLKSTESSNERKNSKAIPQALAMSASIQDIDEEEVDEWKTVPKKIKKIK
PEVVLPPPPKPTGKKKRTVKEDAAFIKLIELMTARIPNTNRDDVIYIIGEIRKKKGTLKGIPLKNIIEMGTTIMSSKDNN
HKITTASKVQVATHFAKDVPPRFKRIMEQTVTELSLPKSYEEGDVCVICCDELSAERTKALDCGHEFHIMCINEWVYKHE
RTCPTCRQIALFPEEFPTLGAG*                                                         
>Lgig_233027                                                                    
MMASKFVDTVPMSVMEDYINCTICMNILKKTVTTSCCHRFCDTCIREWIDRNSSCPCCNTRLTHENLYNDRQFDSLIEDI
MKDKERSELKYYEEVCNQRVSMRECCDLGQKEVYVETSSSGQNTLNQPQEELETVEVVFRKHQQKSLADHGRYFQSLKNE
YEKKRKKLEQEKQKTIDENTSDVMKVEHLNTEIEKLTTEYNNCQHLVAQAYDRYLTEKIPSLYILPVSVSVYIVEKNIRL
QDFIFQPEESMKKLQDLLSRTMLERHDEIIEYTDKTIYIFGPMCKVKGGDEIKNIIDELENGRIYEGIRRTRWCEKPVLQ
CEMKPGSEIVLLNCMKYESDNPPTCFVKKYKEGEDHIVDYYKCQDCKFNWICKSCIRICHEDHRTSVHVLNNKPTWACCY
CPKKKKCCI*                                                                      
>Lgig_236870                                                                    
MGASLETPRRRSLRLQRMNDLSSSQSSEESSCIDLTDEHPEYIDLTSSLSVSPLSLRPVVLPLSPIEASTGRRSRSNSRR
GQRSSSRRGDDSSVEIISTPQPYTTNRRANRRRGRATEPELNNSVQILPTTDVVTVADSSQESLEVASPPRISSLANNPN
IYTSPIPVKITCPICMDDDRQIKRTGRQLTSTVCGHIFCSQCIKQSLRSFHTCPTCRKSLRMNQIHPIFL*         
>Lgig_237091                                                                    
MARSVQWRRNINDIVCWRQAEAGNATIYILRERGPTGFLLKEEGEPKNVKVFLGDPHSCTCAQFKKDKDLCKHISWLLLK
KFRIPKENPLTWQLGLVEREINEVLRGVVQQQQRRQQEKKTHRSVIQASDGREVKGQREISEDDVCPICQDELLAKHLPV
TYCKFGCGNSIHIKCMKIWAEHQKGKGDNFVKCPMCREDFGPFNLLKEEMRNANGGLTQTRNVVRQDRHLGTNCQSCHTA



PIEGKCYRCVVCADFMLCQSCFNSPIHTHHQFEYRQKRNQRWQRVSRRDNGVLPEAVVNNLMARDITDDDYDYLLQLDSH
QEIQGSDLTEEEINTLPQERVREGGQLLAPGMQCRICLRAYEVGQLIRRLPCRHKFHKDCVDNWLLHTRSPVL*      
>Lgig_237504                                                                    
MEAREKMEKESEDKMDVDKKEKLGDKTETTFGCEDAADNDDKNDDEDDDDDEDDDDDDDDDDDWESGDNDEEVDDDDDDG
EESDDDSDDEDDSDDEDEESQVLSESDGEETESCPICLGKFKDQDIGTPESCDHTFCLECIQEWSKNVNTCPVDRQVYHL
IIVKKPGEDKVFDRISVEDRNQQAEEEEEEVDETACEVCGHSDREDRLLLCDGCDLGYHCECLSPPLSEIPVEEWFCPDC
ANREGMAEVVDDNDEVRHIIAENQPLTRRLRYQRRIARTRVSERVRARIQQHRAQRHGLWTSSEEEEGDEEEGEEQESEA
MTTGSSNTSISKDTASSSIAQIASTSAMIPTTSSVSDSTTANTSTASTQKTPKKKTTRKRKPGSKKKTTKKRRKRKTKTK
KKSTTGKTKKRKTKKRKTKKRKAKKTCEVKKITSVKGRIATTLGLSKPPTGRTIPLQKKAGEKSLDEQRNEVGASSLSLL
GSRNELIGFQDEDSHDMPMSTPTVKSKSYSTSKTGSKYSKSALLSHRPVKLSATVQRRKRSNTPETTEADVNSVIQPPVG
VHRGGPFDILGSIIHSQGKLHLHSKDVTIQRDGSLTSTKPIKPLPLSTNAERMGRITLSMPGGSVDRDTPLKPAESDIKK
QKDTKTKTTSTSQFLASLMNKPDDSECSKETTMVQTKSNSEEKSEKAKKTDSKENDEASKLSQFQTHESKPQNDTERNKK
ESEDGVNIPSFASIKSPSKNKKSENLGKECQLSQLTDCSNIVPHSSHQSMEEIVPEDLDYIDDANMSPPDSPCAELNLSD
SEIEKNGHFKDDDKIDIDPDHLDLDNLPSPPDSPCAELNLSDNEGKEAISLKDQSKKSPKANGAVIAQATIDCVKKQTPD
SIDKPIIEEAKNLDKQDSDVSLDIKKKETKTSEKKRNVVDASGVLTENERKRYADERDDPYTDSETEFDSEIISAWKSDS
DKSNKKSKPLDQMINPKHTKKDMSKDAQNLVEKKDDKGYKLSQKSEGDDQKKEAKISPNVDSEDSMTGMEVVDEVGDNSD
AYLEELDVSPVGSVCAELNDENTLEEELMNMDVPSPDGSPCAELNLSEGEITKEDHASDLGEIIEEPVAQYSPVIDAREV
INKIIEEKTREKEKSQFSRRRSDRGSPRISIGQLLDGDVGKRSRRIYRRHHSSDESSSSSSSNDSGEEGEVKSRNGKDHK
RRRHRKHKHRSSDDERKTKESRDSTSRKTPRKHKNIEPAEYSVSVLTRMDMLEGKHSRSDRDKRSDRHERRDRRDSDKVR
RDDRGSPVRSADKYSRRDKSDRDFHSNHEKDWERDQRTSRFERERSERDVRMERNYRSEKEDRVERGYRSDRAERDQRSD
RDSRSERQERDHHSERHRDRDYRFEEELLPDAEIQSVERDHDRGRRKRRHKSKSQSSSPYRSRSHHKDSSKDRRRTPSKE
KDHQKSKKKRRDKSSERERPAVREKSPFWDHERERGISPVDWNRSPVVSVEKSPEREVIVKRRRRVHIDDDTLTGSSHAP
KKKRKDKNKRDKRPRSPKSPPPPETISPILLSDYDVEKEPAPKQKKKGRKKRKGKRKKGPPAPPGMFFKELEDDAILVGE
IEHVEIEIPSDESEEETVTVSKVPNPSVTNTTNGNDLYDPLEMASPRSQSSSRHLSPKSPTSVRSKSQEKENHGNISDDP
SDYDPAHPTDDDFKLVKSPLLDSSKPSSPARVVIMSCQKDDTVQPHSADPSTSQNTEALLIEIPNDKAKFSETISPEASP
EPLTIDEPEQEILPISPAVSSEDCEPKSIPVITPTKPTASPIIPSLATVKPAKRTISPIFPSTLTATPATEAPSKSTVTP
VSVPLSKPSVSPIFSSTPTVTTTKSSISPIFPSPKSQEDRILSAPPNKSPIAIVKPNEPIITSVLPPSSHQSVGLLPTPT
STANPPIGQVFPTLQSNDSPFAQPRPIPMSSTLTSIMNGSKMHVEPAPRPRSLLSLPFPPLTSNQTRPGFNQLTEINRLL
NTQARLAGIRPDPKTGGVFKIPAPPVDHSETLEVVDMDIDKDSNDDVSSPSDDECELRLPQSPMPKRKSRKKRRDIGKDE
MPSSAADLGKKQKKSKQNLDPRKTNSLQYVKKLHLQERVIEEVKLAIKPFYSGKKITKDQYKEILRRAVPKVCHSKAKDV
NPMKIKLLVEAYVAKFQKKNKKKSSDISTTVTSGVVEEPGNKTAVTARWLKSINKFSAS*                    
>Lgig_238292                                                                    
MAGIDWLFLQILFLFLKCHEKNGLLVAIMVLCSSTVPVLALSDTVAFVEMSKERKTQFQKRQSNTVEDFDISSLTAYIKG
WFSSAGKVEKASGRLHMISDECGVEDEKGFARLPLNWIGVYHYSSHTTDTINSNSDRTTDCLGVMDRVKKAIMFGASAII
ILTLNQQLVRELDVGQMFSIPVVLIQDETNITSILTLLMSKIKINAKVIFNSSKQGLVIFSTLSHFGSIFDLKKFPTLTM
WATCGRSSGDMGVVCLGAETLPNGKTNPGTFWNCFYTFLFLMMMMIVFKSYRIDGEWGDPHLESSMRKLAHQAISVMQTK
KYVIKNTGQTEESDLCAICLEIFYSKQKLRVLPCNHQYHTRCVDPWLVHNRTCPLCKLNIIN*                 
>Lgig_238735                                                                    
MAEASLMSLLEAMLALAARPALVTRPTINVKAGGYPEELFLDMSEEQKEEVECCICYQVLKEVMECRNKHKFCYTCIQVW
STTGEYLNRIRCPVCRCEGHYSRNPDLDLKIEMKRVKCSMDGCTWKGLLRYSGTHKHSNYQAQSSSSSTTPNLPQLKTNS
QRPSDSMSRLQPRSLVRSRLTPSTSDRNNNLVSRSTSVDAEAVALSQEINNNAFLESEPTSPIAPIPPQTPRPSNLTRRR
VPTLPSLVHNSSLSPLPPAVAPASTQPSITGTGLLSRRRASQGQAPTTFSAASGNLTTVRDRLVESRNRLQGLVSSFGED
DDRQVPEVETFHEEREYNRQQQMQEVHELGRRLGQVARELRELLDHRRNNRSQSTSSSESDD*                 
>Nvec_XP_001635686                                                              
QLSLVEREINEVMRGAYVPAQRAAEPKSENTHTDNRDKMKQKEISEEDVCPICQDELLDKCEPLTYCKYGCGNSVHIKCM
KVWAEHQRSTGEKITKCPLCRVDFGTFQELMDEFNKSSRKNTRSERHDVHLGASCNKCRVCPITGKCYRCVICSDYHLCH
PCFLTDHHMQHSFQFRQ                                                               
>Nvec_XP_001633821                                                              
EQDKYTTALLNITYCDPHRKHCDVSVSKKGAYGTHSMQEDASGWLYTLNEDNENGCDEFSIEVQVRPWIALVRRGSCRFN
TKIANAFKYNATAIIIYDSQDSDDVITMLNAGAPNLVSVSITKRLGEYLADKLRNNSRAIYAEILVGEKHSKWRVNPTSV
LFVSVSFIVLMVISLAWLVFYYVQRFRYVHARDKTEKRLSSAAKKAIAKLPTRTVKKDEEEEIDSCPVCLDGYKSGEVIR
ILPCNHEYHKLCIDPWLVEHRTCPMCKLNILKELGVVSSKSGI                                     
>Nvec_XP_001626828                                                              
MGIDIDRFVDVSPELVCCICTGVLEDPVESPCRHVFCSECISKWLQNNSNCPTCRSQVRAKNLKPVLPLVRNIISKLKIH
CDFKTQGCKAIVSLESLRRHATICVMAPVTCTYANCGKVVPKKDLDKHRRICPLRTTVCIKGCGLEMLASKLHTHNCIKE
LKKKMD                                                                          
>Nvec_XP_001623389                                                              
MAGCSHYVRKCAFLTPCCNKIYTCRLCHDASESHELNRKLVSQVKCLQCGEIQGILPRCRSCGITFGFYFCALCRLYDDA
DKGQFHCDMCGICRVGGKDKFFHCAKCDICIPITLRSSHKCIEKSSRSNCPICLEDLHTSRVPCQVLKCGHLLHQTCFQD
CISSYVLTCPLCGDPMVQRR                                                            
>Nvec_XP_001623011                                                              
MQKPKAMEAPRYFLHGACTAGSLCHFSHDLKDKQSMACKYYLKGTCSYGKACRYDHVKPTGSEQHTRFSAPKPVTLKSNK



DKQELKMVTLGKPKAGISRTIPPKNWAEAPEFIPAEGACFQPLSYSEAAMTNVEIAANDGFTVEEAAETLCPYITAELCS
NESACPYIHLLKCDMCGEACMHPNDENQQKEHRRECLESHEKDMEHSFAIQRSENVTCAVCLDVVMSKPKQSERRFGILP
NCIHAFCLECIRKWRKASHAEKKVVRACPICRTPSGYVVPSGVWVEEKAEKDKLIADYKSALGAKPCKYFREGKGTCPFG
SSCFYKHAYPDGTIAVEKPRKFNTADGVKLAQRFSLWDFVEAEENDRMFDYLDDSDDDYDDYDSLERLEALMLWDDSDDD
IFFLF                                                                           
>Nvec_XP_001622661                                                              
MASASGCEHYTRRCAFVTPCCNNIYACRICHDEKENHQLDRKSVQSVKCLQCNNIQDVASSCEECETKFGRYFCEICRLF
DDQEKGQFHCDACGICRIGGRKNFYHCPRCDICLGVGLKDSHKCVDKSARNDCPVCLEDIHTSRISANMSPCGHMIHSTC
MSKLLASGLYMCPLCKGSMVNMSSMWKQMDREIGRTPMPEEYHNVKVTVLCCDCHKKSKVKFHVLGAKCSHCGSYNTSRE
GIEGLPEDLAGGATGGGETEIEDAAMDEGDPDGGSIEHQVRLVQRAVENVSASVADIRLEVDEGIPPNDLPLD       
>Nvec_XP_001641586                                                              
MGYDIGRFQGEVDEELVCSICGGVLEDPLQAPVCEHAFCAGCIHEWLNHQNNCPIDRRTLTPLQLKQVPRILKNLLSKLV
ISCDNVTFGCEVMVRLDGLQSHLAQCDHNPKRPVQCDKGCGLVVPFDELQQHNCVRELNTIIQSQNLKMAELQAQIDDQR
QQLNEQKREMQMMKEMIRTMRMINVPQTLPALPGPHTHSPPSMIEHNTDELLEWVLSLQPARVTRWGGMISTPDAVLQAV
IRRALADSGCPSNILNELMENAHERRWPPGLSTLETRQLNRRRYEQYVCHRIAGKQAVVIMKCENEHMGETMTLDPGIVM
IFAHGIE                                                                         
>Nvec_XP_001641363                                                              
CFQKLMGSPATNVLVFSLPIALIAVIVIALTCAFCCHLLRARRQLLSQEQGNVGTQRRSFPKGLKKVNYKKKWLAKSKLK
SDMCTICLEDFINKEEVNMCKCGHAYHNKCIMKWLEVRNSCPICQRGLQSRANNERTPLLNNYDVPIDV           
>Nvec_XP_001641346                                                              
MTCLIFQTLLNLAEQIGEAKPKGLTRAEIDQLPTYRVTAESKKQNDDARCVVCLVDFEEKQLVRTLPCLHEYHTRCIDKW
LKVHKTLEPHLL                                                                    
>Nvec_XP_001641176                                                              
MLTKLLLLLVYFFLIFLTTRFLELTASWFEAGCIASQLFDPLSLSVRKLKAILDQRGVSYNGVVEKSELADLVEVSGAVT
DPESALTAQGSNDNEQNSDEFTFKGASHFFEEVEDTKAGSWLVEVIPENHIPLLRRKQWSSLKRKMRLFGIRTGSFKCEE
DPWLCRKYKWNRPSLVLSMPKGNQPKGNVILQTYQAKPNVNSVLLWINSELSSKVIELDSTNTLNKILQSDRDPNYIYVV
YHSTLTEPPMFLSSLSIKFTGRVKFVYCRSHLKHRKEDINFDGFKVPSLFVITPERRVLFGLKKGEIYDYSSLELYLRTL
HPEVNDLFLAALVITNLCCMLESFLIHGGILRRTFRLLCMLTFYNTSLIMLCLPMVWLFQLPFLQPVLDFTLKCCRCIMS
GDIASLLRHDLMFWMNYDYFVLIGYFVFGFTLGYIRNKYKCYFGVGDDDLEDPNADWLTQDLNYFSRILQSLSHWQPQIH
HTTSGFEDGFEMLVRRLAVPDLWLHPIIPTDYIKQLPTWNFCCKDGCLQSNPEHPELNATADCLPCSVGRPSWMIPCGEC
VICLDEFKPGCTLLGLPCGHSFHQHCIEVWLAGDNTAPHHCCPNCRWPAYRAKSHVH                       
>Nvec_XP_001641166                                                              
KEASNNFWRMAETLGWIPLFRLHWNRVEMSRVMVFLWWIKFALRVSMQKQINWFWFFASFGESCTTLPNLLAASIVVSEI
SRSILYHTQLCLKAQPYQINETLHGFGVNEGIAFFILNLQIGLVQGGSKEHSLVSCLVMFVTLSLLIQDAFDITEPILGM
LGVTYAGKFTMAHCRALLVSLTILILPCYLVYVICSTFAAGTWLFVIISNSLVTVVQLIGALSIYGLFVLNVHKERSWEN
LDDYVYYINAVSKVFEFLVALGVVAYSTWSTVTRDWSLVGTGIICIHAYFNVYSRALEGWNNFLCRLSAVRKVKSLQSAT
EEQLRLHNDICPICYEDMKSAKVTKCLHFFHGKCLKKWLYVKNKCPLCHTDITPSD                        
>Nvec_XP_001640789                                                              
MGQHYSFASKVLQDHALVLRDFAVLSHEGLLDTVKHINKILQMFSEDSSKQILFSVKEMSDDNYLWKATVRIFCFKIDKR
TGSIQTRKVLDLRQFCKVYRDVTKQVRCTKTMDDEEQWEEVDKDGQSYHTISLEQARETLSASMIFSRVDEATSEGMEEC
CICMEQQSEIILACVHSFCKSCIDRWSDSHNTCPICRDLLEKKDTWEMPAAPSKTEVAQYVMGLAEGAGNPS        
>Nvec_XP_001640667                                                              
MMREMVLTAASLALTGAVVANAYYQKHQFYPSVVYLTKSSPSMAVLYLQAFVFVILMGKLIRKVFFGQLRAAEMEHLIER
SWYAVTETCLAFTVFRDDFSPRFVAQFTMLLFLKCFHWLAEDRIDYMERSPVLTWLFHVRAICLLTFLGLVDSFLVHVAY
NTTIQSGASVQLVFGFEYAILLTMVATVFMKYTLHVIDLQSENPWDNKAVFLLYTELIMGFIKAVLYICFVAIMIKVHTF
PLFAIRPMYLTLRGFKKSLSDVIMSRRAISNMNTLYPDATAEELAQGDNVCIICREEMTTACKKLPCNHIFHASCLRSWF
QRQQTFP                                                                         
>Nvec_XP_001640657                                                              
MGKILANILTLPSPLNLPANLPKQKLTSDWLIMSQIFEHAQLNNNKPKRAMAFECLRKTVPVGGKNDPVCPNTILLLKDK
PLTFGRVISTETNVRLLSKQTPLMVSRKHATVAYSAGEWTIVDHESADYERENNSNKTLISGSKAFFISLVNVFLGLWKK
LSLNGVFINGRKIPVNSPEPLSIGDKITIGVAVNSGHPEFEYVLESMSKPKKRQAEPSTASEAISNKQRKVLSESDRSNV
HRETPSCSHDEKIKAAEQKIKILNNNLEEKEKVYEKVLEELKRKESVMESELLRQKASLENEKEDLERSLKELLEKSPKE
KEEMLSEELETQKELLIKEKHKVEEKLQNELNQKLELKDKELEEKLLAQKADLEKVIAEKEAQQKELQQELSIHKSATEK
LKDLEENEKRLVTSVQELQSLMEKKDRELLKQMEVTKKAEEEARKSVVEEMEDEFSCIVCQELFIRATTLTCSHSFCEYC
LQSWLRKRNTCPICRCAVQSQPVRSIVLDNAIAKMVDSMDVASKERRRAVMEERAEKSRELAQSSGSQRTPIVLNEEPER
RHVRVNNEVRLGWLSTTVYTHPLTCGQSIITRGFSLCDAVAFLRGFVQRGYYFLDPVYSVPYVGFDSVWSGSLDPACAVP
YVEFDSLWSGSLDLVCAVPCVGFDSLWSWSLDPVYSVPYVVFDSVWSGSLDPACAVPYVGFDSLWSGSLDPACAVPYVEF
DSLWSGSLDLVCAVPCVGFDSLWSWSLDPVYSVPYVVFDSVWSGSLDPACAVPYVGFDSLWIGFLDPVYSVPYVVFDSVW
SGSLDPACAVPYVGFDSLSNASLDPACSVPCAGFDCVEWVPGSSLCCPYCQVDVWVEPRRIHNSYLRGNNSRHNEVYERV
THYHDYRNQYSHRPPAYGNRYTGLCFHCDVRTIIRQRHTLVYEAVRLLKERIDVIHSALAPETASLVNKHAPIANHRLCL
GRTENVKMDILKCP                                                                  
>Nvec_XP_001639917                                                              



CPICFDAWSNSGAHRLSSLSCGHLFGRSCIERWLKAKGGSDKCPQCNAPAKKKDIRNIYAKALKTIDTAEKDRALADLEK
ERVQRQKAEQGEARALLQYQLVKAECERIKSQLHQYELQLARYNISMTHGQSSSQLLTSNKTYVMQRSFQVAAGGARVMA
FDEHHALLVVSKPSPNQLFPGYGVVKVSSLDVKHSEFVRIHQKPIRDACFSCQGDGLLLTAGMDKTIQITSMLSNTVVQT
YTTPVPVWSCAWDQSDTNYMYCGLQNGSCLIFDVRNTSTSLKSLKNETASSCPVVSLAHILPSQTSKLRPGGILVGKLEG
ACFWESTFGVDYLPHLLTLPEGSCTALSFESQSRKCMFSLRPSKNSPNTRHVVKNDPNGTNTTDASTTGSSLCTCNALVQ
CTGGPIQKLLSRPALFPHPDDGNRLLVAAPDEASKSTLIWDGNVAKRTQKLPDQGEPVLDVKPFAVNGSQFLTTITEQKL
NIYKWQ                                                                          
>Nvec_XP_001638833                                                              
MADTTEISKVIIDECTCGVCQEEFNEKTRVPKLLHCSHTLCKACVSALLGGGRGMYREMNSILYGRANDHDSFKCPFCNA
RQVTEQGNVDNLPNNLTILRLLDFTEGNQAAKELKKMVEKCKDRIERLHDMTELKFEREMGSKIRTLNEHFDDIAKHLEE
KRAVAIRQVEAAFEIKKSSTTALTILRKARNSIRSADDVLKRNDAKEIIDSRSKLVTELRENCLEGRLEEGKLLMVEETH
HIEFVASQDIYKQKLGEVEVKYLLQNKPRLLGRTSLCKDVFFVIFVSLGLLSLNLIESEMSPKQKLRALQDVFLDTVTKN
SRVIQLQNYLPMISKETHQELADRTGLHVVELREEYGRRPIVVASPSDKASREALRKRIHLDDYDLDKIFDPHKGLHRPK
KRSELF                                                                          
>Nvec_XP_001638782                                                              
MPAIARQWFNGLEKKHATIVDKYTSNAVTQLLCQREMQQVQSSSNKFDNMQVKTRQSAGEVAAVYTVDEISMELVVKLAN
NHPLGVVTVESGKKVGVTTAQWRRWMLQMTTFLTHQNGSIMDGLILWKRNADKHFEGVEDCMICFSVIHMSNYSLPKLSC
RTCKKKFHSICLYRWFNTSNNSTCPLCRNIF                                                 
>Nvec_XP_001638703                                                              
MELHGIVNSALLFLALCLPVCDAKRQNNVGSLESWGPCIWENCQYGIQTKSDATQKCSESYPTSCYQPTPTAKGLLSVTK
TLEDLSSGTESTIDFTKANLLPSPSSNTHSTTNTKQMKQQIAPTAAMSLNATHSIGLVTHDKDAVITTQATAFEKSTSSL
VAAKSDKHPPPTAAPLEEPDKEDNTPTTQTTAFEKSTPSPVAAKSDEHLPTTAVPLEAVDTKTTENDFKEFNVDMKIDKE
FTPELNDKTSEEFRRLEQTCIEAIVKTFEGDTSFVKAEVNEFFPGSIIISLYFSRGSSPPVSRVQSSLEQSSSLRNLGMT
SLSVQDRTVDSSSAEDNEKGLPMHVYLLIGGGALLLFGAVLFLYSKNNGECSLHSPTLSEPSMDSSLEQACSSHSKDIVS
PYIKWLGMEAKQQQKHIQHAKNCILSPFLFKRKNEYSEKILVWLHQRDLLPNSRSFDCLTDKHIEVCDYAEEVADLILSE
MTRQEFLYDVFQVSEQLKECNLLTEVLCIAEDSELVKLLWCSSTWSDKLRKEDLLLVLMSVLNQALYHITMASDKSCDHL
ANFEKKTERHDEICEGLRLRGNQYFKDKQFKQASVFYTKAINLKPFDAVLYSNRAQTYLNTTQFREALSDARRAICLNPT
WEKSSQDRHTSQSTSSKYKTKKAKLGGRSSSSNSKRKRLDSLGKHRQLPHLSDEDSDDDMPELLPDSVGDNPRHDLLPDE
DDGIECTCEYCTDQAEFDSFPSFVNGPSLCDCVGNDCDDDDDDSSESSDLPLLHSGIQLFIGGALVLDLIRQFLEAHPEM
EGDDTPPGALPEVIESLPRIKITTQHTGSPLVLLAIVMILAPRWLTQAAHRWPTQQHTGSSLVLLAILMILAPRWPTQQH
TDNGSSCPICQCDFEVGEEAARLPCNHTYHLPCVTTWLKMLCLFRLLAPGNVPDF                         
>Nvec_XP_001637542                                                              
PPASKEAVQALPAVKVTDKHLKELSTSSCPICLGDYEKGESTKQMPCDHLFHPGCILPWLEKTNSCPVCRHELPTDNEAY
EELRELKVTEKERKHRVESLHSSMFS                                                      
>Nvec_XP_001636306                                                              
MSGPQQEQGCENKVQAQDLVNEIVESIYIATFGGASYEETAEDDFLESNVGCDICEEESWDEFPENSWPFEFHHWEIDGI
HRHQKTKRKHNLRKFCKNITDKNELKSQVKKTKISNRAYFAACKKELRRKANEAENAENKKKNIELKLKQKNTPRKWPEG
MPPYRDIHVKYIPCKKRDNHSGKIYNDEHFVLRRDNADKLGDALISQLMTLQDREITPNDFDLLLQLDNFVEVKTVPKHI
IDGLQCVTVNEGIDDVCLICMEEYAVGDSMKYLPCRHNFHSACIRTWLTYTSCKCPLDGLEVC                 
>Nvec_XP_001633055                                                              
MFACAGQPELVRANQKDVHYSSYLRENIGQVFRNFKGVHSWIKWKKELDVLADVCYFVLTTICGFQTLGEEYCNIVQVDQ
SKRAIPSTTARAAQVFLHTITPYLLNKLLMRLGSLAQSQEQWPPFASEGLRIWLKDNVPVIQQSILFLHRAHLAVFYLTG
VFYHIAKRVTGVSYTLKDSASRPTYRLLGYLSAVQLAVTLLFKVYQKSKDSSVVDQWELSELPRKEEQPSVVPQSMPGTL
KCSLCLENVKHITSTSCGHLFCWHCITEWCSSKCPLCREPLQMSRLVYLHHFEPT                         
>Nvec_XP_001632912                                                              
MIRAFCTICQDLILTGHEASTGQCGHVFHQTCLSSWLNRNKTCPKCRHKVTKAITLFMDEPNDSDIQSSSVDTSVLMDQL
EQQRSMNKEKERQKEYLSSEIKRLEEKMEDYKEKCNSSEKKLNNALAVSTSLRKQMAYLKQQEGECAQAKQEAITCRQEL
NKFKRLKHLVEGTRHDAEDMLNRIGDGMEGSRSAQELVTQLVILKRELEKIKESRNRARDHKEMQEREISRLRNELSTKE
VEIKRVTDQLCMAESDLTRVEKESASLKKKLSKLEQAFNSPSPRSSAITRLMRESPAPMEFKRPRLTPPEKYDENQPLAS
NQPSSGGVKMDPELENAAKEMGLTLVKTTSFSTKPAVKKLSNPLLPQARKRPLGERETGSSSAFRTGYDGLGGHSTKFVK
PNKPVKQAKVARPNTLSRFVKTTKDGKEPPLPVMTLDFT                                         
>Nvec_XP_001632646                                                              
MGNCLKSTGQDDISLLHEDEGADSPTSGQGEPPPPYQEEAPIYIQSQRSPHLLSEEQQIRLAQRLGLIQHLPVGEYDGSK
GKKRECVICMYDFMVGDPIRFLPCMHIYHKDCIDDWLVRSFTCPSCMEPVEAALLSTYETPE                  
>Nvec_XP_001632574                                                              
GLKCPVCAKVVLPQDIELHLVICLTKPRLSYNEDVLQEDKGECTICLDDLSTGETIARLPCLCIYHKKCIDLWFQKSRTC
PEHPS                                                                           
>Nvec_XP_001632498                                                              
RIEHEKLHAKHKGHEAMHMEMVLILFATLIVAQIVLVKWKKMHFKSYQTVTLVGMWLIPVYFNVKLHYWRMMAVWTVFSL
ATAFIVYKATRQPVSTTTPRLVYKWFYSVHKVTYALGIAGYLVIMFTLLGLNLMFMVRPETSMEFGIVVMFYGLYYGVLG
RDFAEICSDKMASKIGYYSTTGLPSRSLETNICAVCGQHLIINTVDEDEMPEKTYKLSCGHVFHEFCIRGWCIVGKKQTC
PYCKEKVDLKRMFCNPWERPHVLFGQLLDWLRYLVVWQPVIIVTVQIIIYILGLE                         



>Nvec_XP_001631481                                                              
MEFQGTISYLERSVPFVLLLLSRIMWDHRLGILVFIGLCGTFLHANNTIKRQVSLKDRRLYRISMWTFLFLSGNVFFIYY
VFYNQQLENCLIFRRPNFHRMEVWMVFWCVGITDFVIRFITMALKSVVIVMHRKVIPFRKRGKYYMLLEHLSQFYRMLVP
IALWFGYFTDYNYGGEYFAFVATSIYIILKARMLFGKIKEVHSAYQTFRRDVQYGSVPSKEQIMEAGNSCPICQEELAEP
IMLRTCKHIFCEDCISLWFDREQTCPMCRARVAGDPMWRDGTTAAYVQVF                              
>Nvec_XP_001628442                                                              
MERTFLLAVLLTIFVSSGLGEDTTTLTDYNRICVIPLGQSVNETEKCYEYGLADFGQLLSRSIQGFGVLASPKNACSTVQ
PIKSKSNMFWFLVIEDGGCSFGEKAYMAQKGEYDAAIIYSLTSDKIIDMESDEYGRKADDIVAIHIGKTAAKELTRIDVL
ARNNIVINPQYLLLWNLEVYILPFAVIVGICFVLMGLFMISRYYRHYLEKRRNRLSLTNLRKIPTKKFKKGDEYYDVCAI
CLDEYKEGDKLRILPCDHGDEYYDVCAICLDEYKEGDKLRILPCDHAYHCKCVDPWLTEGKRTCPVCKRPVETSKKKKQG
IQGSADAEQGHHEHEPSETTPLIRPSTQTSTALPV                                             
>Nvec_XP_001626624                                                              
MVYGCLFMFGKVIQRIVFGDLRAAELQQIQDKFWNFVFYKFIFIFGVLNVQKMNEVMWWTAWFTLLGFFHLFAQLCKDRF
EYLSFSPTTTPSTHGKIAGLLVVLLFLCNGLFSLTMFVGWPHGIHTFTFMLAEVCILYTVLTTSMIYYFIRYGIHLWDIG
HVGTWEGRNTWSYYTDLLLDIGMCSVDFAHHLHMLLWSNIFLSMASLVLCMQLRHLFYEIKKRLARHRNFVRIQKCTETR
FPEATTEELLQNNDDCAICWDNMGKARKLPCNHLFHSSCLRAWLENDTSCPTCRKSLAEDLQPEEEEERSRGMAAFMTGR
DIRRNHFHFDGTRIASWFPSFSVEVVHTHTDNMENLQLPESRVEAMAHQVHAMFPHVPINIITEDLRQTHSIELTTDNFL
EGRLAVP                                                                         
>Nvec_XP_001625238                                                              
MSYRSGKAAKLPPERRDKLESLPNTALTAVALQDHWARSLSLKDPVKKKINHSLPVAAKPRSTAARIKGGKGPETRESNK
EYVLDPVPPPPTLAQKYGLVEAPEKLLSDTDWQSVKQQSNARLDSTLPCVICKEDFGNLQQVLLSCSHVFHRTCLEAFEK
FSGKKCCPMCRKEKYQKRIIHEGAKQHRVKCVIRIQAAWRGYVLRSWYRKLRQTVAPKDPKLRQKFYENKDFVNGPPLTP
DSASSDDPKEPLQWGPFVLQTHLSILASTATVDNLMSEINQSLASSRNIMSQIEGDCIKSPISSQEWEQARLKAVERCTT
DCPICIMPLAQQGLYNRETSACAGKHRPSVLLSCSHVFHMTCLQAFEEFTTSTKHVCPVCRATYQKRVL           
>Nvec_XP_001624157                                                              
MLQLHGNPGDYVWGTNGLDSIITQLLNQLEGAGPPPAENDKIENLPKVKVTQSLIDSRTECAVCQEQLKLHEEVLMLPCN
HHYHKDCIIPWLKM                                                                  
>Nvec_XP_001623657                                                              
MGKIGFFSGNPSVETVKGFLHIYKNNEMTSLNQGISRSQTICMLAVPAKLTCIDLLQFVAPSEEFIENIKIIRDASPNQY
MALIKFKNQAHEFYNTFNGQQYNSFEEEVCHLVYVAKVEIVKSSEGASLACPGLTELPKCPVCLERMDESVEGVLTILCN
HSFHGSCLSKWSDTTCPVCRYLQTPETTTENKCFMCDSRESLWICLICGHIGCGRYQSSHAYRHFEDTNHTYSLQLGTQR
VWDYTGDNYVHRLVQNKTDGKLVEFVGDDEKLDSLTLEYTYLLTNQLENQRLYFQEKVTRIETEAAAQVAEEEERSKKTL
EECKKLEMKLADCEKEKRNFEKKYNQVVGKVGKLVNELKEEKELNKCLRENQAAWQEKVIEIENKFQESEKIRTTEVREL
QEQVADLMHHLQAQEAIACAPQETRQELQEGQMFVGEGSSSQNRKPRRKHR                             
>Nvec_XP_001623218                                                              
PLHHFGDPGQNQNNENEDFEVLWNLSERIGPAKSRGLSKEVIDRIPSFRFSASNKDMSNGSCVVCMMDYTNREKLRKLPC
NHDFHSKCIDRWLKV                                                                 
>Nvec_XP_001632272                                                              
MGLCKCPKKKVTNQFCFEHRVNVCEYCLVSSHSRCIVKSYLHWLQDSDYNPVCTLCNGNLSDGDVVRLICYDVFHLSCIN
NFAQSLPPNTAPAGYTCPNCKNGIFPPEKMVSPVVEQLKQKLSATSWAKAGLGIPVAPLEPLLFSSTVSRKIPEKRPEES
LNTSVDHDENKYQRRGAIDWFSRWFGNRVNTKKQTYDDPNASLKRTMMIFFLVILAFVTVTVIFTRVGRNAAANDPFLDP
RSNPHIRVEKDS                                                                    
>Nvec_XP_001631291                                                              
MQLILNQEEFDCAICFTEVPPGEGVVLRECLHRFCIDCLREHIRNCTDPEVQCPYQDEQFACHFIITAQEIKALLSEEDF
NKFLNRSLATAESQAANSFHCKTPNCPGWCLYEDNVNTFHCEVCSKVNCLTCKAIHFPEMNCREYQQDIQRRALNDDAAK
QTQLYLEDMIKKGDAMRCPQCQIILLKKDGCDWMRCSMCRMEICWATRGPRWGPQGVGDTTAGCKCRVGGRKCHPNCRNC
H                                                                               
>Nvec_XP_001627938                                                              
MSPYDKHPLVWGLRTSHFQSISLNLHELAETRIGSPMLFELIEDSHCFTKTECYHYFHCSCLARYIDHTIKMSKASGDDK
QEQAILFLLLLEIGIKVVCPMCRLPISYDLEALKAAPHETTPEEVAVYKPDNKTKRRQKELAALYQRQLQKGGIIDVEQE
KNKFLIDITSTPEPSTTEPTSDASSSCDGQGTVDQVETAQDMFQNPGLNSAYEKPAQPHRPGSGRGRNRQYDRGRGGGRK
WEERHRNKSRRKEVLNENERDDGMKLGQNYISKQNIHKKDLGGDKPMQIGQERADNIDAQSSEGNRKNTEKEAGTLNEMF
SADSRVITETELDSKDTTADNLDGSHKYTRKVPQRDDGPRGREDFKGPRGNNMGRTPNQKREKGAATKPRKSPGSDTRRH
TKNEPQQVDSSCDRKDFIGPRNGDAGRKPNESTREDKGADIKPGRCPGYGRGKRWQGNSGERTRQKAAEDTCMVDGRGSV
ANGAFTKPVMSNRVQEQKTRESESHVSRENDTPVTRKSDTSLAGKNGISVGERCSDAAETPSVSKRRQRRHRKGGKNGDK
SNSVSSRNEVTPSSSTPEPSSLAVKETVRPPPGFEMVQGNAGGFSTPGPPPGLGRQTVKPPPGFEGVFSKAFDCSK    
>Nvec_XP_001627928                                                              
ECAICIEKLSEVSGFCQTASSTLPEVKKLTKCNHCFHEECLLELLKNSKGGYIQCPTCKTIHGHKIGTQPDGSMTVHSTS
HSLPGYPDCGMITIRYDFRPGIQGPDHPHPGNRYHTSGFPRTCYLPDNQKGQKVLRLLREAWSRRLIFTIATSVTTGLED
TVVWNEIHHKTDAFTNHSGHGYPDPKYLDNVLAELASQGVEDDGT                                   
>Nvec_XP_001621719                                                              
NTALTAVALQDHWARSLSLKDPVKKKINHSLPVAAKPRSTAARIKGGKGPETRESNKEYVLDPVPPPPTLAQKYGLVEAP



EKLLSDTDWQSVKQQSNARLDSTLPCVICKEDFGNLQQHRPSVLLSCSHVFHMTCLQAFEEFTTSTKHVCPVCRATYQKR
VL                                                                              
>Adig_28v118366                                                                 
MCDYAWGSEGLDSIITQLLNQMEGSGPPPADPSRIQALPKVIVSQELVEGCVDCAVCQEKFTLGEEVRQLPCRHYFHFDC
IEPWLKMHDSCPVCRLSLSSTQTRGS*                                                     
>Adig_150v118468                                                                
MARRVPWRRTCPDVVANRIEDASAARIYLLRETGPTGFLLKEEGVDRKFKVFLGDQHSCTCQTFMKENELCIHILWVLLK
KFRIPKENQKEFLKHPEPLTYCKYGCGNSVHVKCMKVWAEHQRSTGENIIKCPLCRVDFGSFQELMDEYNKSSRRKTRAE
RQDLHLGATCKKCMVCPIAGRCYRCVVCADYHLCHNCFATDTHTQHSFQFRQVTDQEGLPSNIIYNLPSQMLQDRHRLLI
DGSTCGVCLQGFQLRQTVRTLPCRHAFHILCIDNWLMNHSQCPVDGSYAGSVAMATSVTRKHPNGQLSVTLGTGRGSVGT
ISNHNLNGVSKRLGHHPKIHHQTHSERNELTGTLPSSFALSGSACWHKTAIK*                           
>Adig_541v118780                                                                
MACSRNFFDDVKKELECPVCQEQFSDVREPKILKCLHTFCKTCLTAWLPRQQREGELSCPTCRRVTQCSANDIDKLPSNL
FCKQLVEIVEAYSGQVRHEDSPHCGFCDEKKALKFYCIECNCFLCSDCAGLHGKGKAFKGHNIKEISKFDSSDVQRYVRR
ANVCKKHEDEVRYYCEKCNICICRDCALLEHREHNIISLDRGIDLKKSDITKRIQEVEDVGRRLQEQKQNLEKQKTRFDT
NVDQSTLEIHRVVEHRINIIRKHEEAMTKELLKRKESFENEFSAKITDVNEKLMDIKSSLEFGRDILERNNLPEILNVEE
TLGRRFEDFSSSAGFSDPIELNTPAVKYVAADMFLSESELGKLIDAEISIGQDKAMIESHTRDLSRRGEPYDETDEEAGQ
LGNSIAQFAQTDKPIIVARKLNTQACSRSHGTSYRKAPKRTGKRLGSSPKIFTDERRDGNVECAEFLPKHWTPQPKDQNG
FERKVHLYELNPAKDSQEYQKVQDAFKLSCPNNIIVKIERVQNPALYATYAIQKKKMDEGNGSKEMSLFHGTTGESCMMI
NHTGFNMCFHGKNGTVFGNGVDFALQASYSARYSLRNAFGYRYMYLTRVLVGEYTQGRQGLITPPPKDPNDPTDLYDSVV
DNVRNPQIFVVFYDCQCYPEYLITFQ*                                                     
>Adig_542v118779                                                                
MASSKSFFDDVKKELECSVCQEQFSDVREPKILKCLHTFCKTCLTAWLSQQQCEGELSCPTCRQITQCSANDIDKLPSNL
FCKQLVEIVEAYSGRLGDEDSPHCGICDEKKALKFYCVQCNAFLCEECAGVHEKGKVFKGQNIKEISNFNSNDVQKYVRR
ANVCQKHDDEVRYYCEKCNICICRDCALLEHREHNIISLDRGLDLKKSDITKRIEEVEDVGRRLQEQKASLENQKTRFDT
SVDQSTLEFHRVAEHRIDIIRRHEEAMTKELLKRKESFENEFSAKITDVNDKLTDIKNSLEFGRDILERNNLPEILNVEE
TLGRRFEDFSSSAGFNGPIELNTPAVKYVAADMLLSESELGKFIDAEISSGQDKGMIESQLRGDFSRQGEPYNEIDDETD
QVDNVDAAQTRLTDEAIKRPSKLRSKPRPRSNGISCHKTLRRKGNVTWRSKAFTDEQRDGNTEEECLICLNSFSNPHSLN
CKHTFCSDCLQQALDVSNKCPVCQEPQGNQPPGEMTSETNGISLPGYEGKEHPNPGQYYGGTSRRAHLPDTREGREVLQL
LRRAFEARLVFTVGTSTTTGLPNQITWNDIHHKTAIHGGPYAYGYPDPDYLRRVKEELAAKGIK*               
>Adig_543v118778                                                                
VFEIVSAELCLEYVQSLSREEIKGLLLEIESKIGLRWIESAESFVISGTLRQVEEAQQVLTKGVYLVNGNEVVSDHEIKN
EEAPLPQGLPQANEERREVVRRDVNQNSAEPLLALESQASPWPERAKDSQNDQGPPSESRAFDVLTFEVQPKIFKVLAGA
HKKELDDIEAQCWVTVPRAVEGNQISLKPSDGCCAEDYEKACDTFINLYQKTSEFFKAERFSLSSGTRKSDGRESIRRMS
KEFPEVLIERSRDQKHWEMYGEAGHLQKALRYLKRMGVEIEMESKAFNDGSNLAGRAKCKGAERVLDGHRSENSKGFTTS
SDQLVCYYGDVNDQSFSASGRSLSHGISFSNLLKRNTTGDYASLQKTHEPRAPDKRRDNKDEECPICLNPFSNPRSLKCK
HKFCSNCLQQALGVSNKCPVCQEPQGVLKGNQPPGEMRSRVASYSVPGYEGYDTIIIDYSFLPGIQSVEHPNPGQYYEGT
YRQAYLPDTREGREVLQLLRRAFDARLVFTVGTSTTTGFQNQITWNDIHHKTSRIGGPFQFGYPDPDYLRRVKEELAAKG
IK*                                                                             
>Adig_544v118781                                                                
MACSKNFFDDVKKQLECPVCHEQFTDAREPKILTCLHTFCKTCLTAWLLRQQREGELTCPTCRRITQCSENDINELPSNL
LYKQLVEIVEAYSGRLGDEDSPHCGICDEQKALKFYCVQCNAFLCEDCAGLHDKGRVFKSHDVKEISNFNSNDVQKYVRR
ANICKKHEDEVRYYCKKCNICICRDCDLLEHREHKIISLDHGLDLKKFDITKMTKEAEAVSRRLQEQKANLEKQRTRFDI
NFNLSTLEIHRVTVAEHWIDLIRKHEEAMTKELLKRKESFETEFSVKMKEVNKELSDIRNSLDFARDILERDNLPEILNV
EETLGRRSRHDWLSVVGVLFKHDCSGKGRRTVASVAILTDEDLSKVHPDVIPRSIIVTGFEPSTTPDKLLLHFQRKQDGG
GDIESIARSYRRRAVVITFRKPEVVTSVLNHRHKVDEVELTVKPFDNCANPLTTQKPGVFNGTSDNQKE           
>Adig_896v100012                                                                
MRAPRCPSRLPFLDSILDFNSHPRVGGKDNFFHCNRCDMCLQLRDSHKCVEKSSRTDCPICYEDIHTSRIPSHVPPCGHL
LHSTCFSKYLETGSIVDTTRAWRMLDNEISMTPMPEEYNNFYVKILCRDCHKESRVRFHVVGLKSGDQPRARHTSLKQRG
QQSDQADASGKAPGPDAIPAEVFKSGGASINDQLTSLYQTMWNQEHLPQEFRDATIVLMYRCKENRQSCDNHRGISLLSI
AGKILARVLNCLMDHLEQGLLPGSQCGFCTGRGTTDMMFAARQLQEKYMEQHGDLYTTFVDLTKAFDTVSPHRLWKIMGK
FGCPSTFIAVVHQFHDGMIA*                                                           
>Adig_2350v120215                                                               
MGYDVSRFISAVDEELICTICGGVLEDPLQAPACEHAFCAACIHEWLNHQQTCPVDRRNLTPHQLKQVPRILRNLLSKLT
IQCENFMFGCPGVVRLDQLQSHLSQCEHNPKRPVSCAQGCGLVVPFDEMPQHNCVRELNILIQNQNFKIAQLQAQIDDQR
QQANEQKREIQALKDMIRALSVANLPQVLPLLPGNLHHLEHYDNEIHQWLSRLQSARVTRWGGMISTPDAVLQAIIRRSL
ADSGCPPTILNELMENAHERKWPLGLSTLETRQLNRRRYEQYVCKRIPGKQAVVIMACENEHMGESMTLDPGLVMLFAHG
IE*                                                                             
>Adig_3245v120962                                                               
VLLSCSHVFHRACLEAFEKFSGRKSCPMCRKEQYQRRIIHEGAREHRLKCATRIQAAWRGFIVRQWYKKLRQTVPPKDPK
LRKKFYEDKFQNISDRLLQSMEARNQRVDDLLLEIDQSIAASRHAMRQIDGNIEGTMAEAHWDHVQLQAVQRAVSDCPIC
IMPLGDEGVHLSNNPSRPTVLLSCSHVFHATCLQAFEEFSLDKHHVCPVCRSLYEKKLL*                    



>Adig_5366v104286                                                               
MSRSYHYDCDFFQGEGVFILKKEDENEQVKGVGKAKTKKKKLKNTQTLDEFLQDRGGQQTLRPGLLENDDVDEVTLPKSK
FNFVPPPPCWSQHEMEVRVAQETRGTVSFSLCKRAWDFPARAIYTAVFSLGLVFSPHSMIEEILRVHGPLELADPNIMQP
LSSLPDSYQNIIESAGGLRAILEKSYKFVFYQNEVMLQELLLENMKKLAENPFLHFPNGMNNTGEISMLDEKLVRKVEQW
VKRDDSVEASRSQSKSSSTKFNPDAKEFVPAPSQTDLLRNSSPVTPVVTLQETELRNEESRKESTITKDLEPVSSECKVK
KPVENTIENVVTDVAAKNVKGGDNVDCGEGTIFKEGDLGKDVDLSKTACNFAPAKETVTNVEGTTMPLTCHKGKGSNITA
IEPAVVGKEKSVQTQQSLKSKCVGTDPLLEPFKAECQRVAAERDACQTSLKKTSAEVDKVKKELSEVLQEKEKYYKELQE
LKQKNLEEMHKLRQECEDKDDRLKILSKNLQQNNEDKAYQESHVTINNLIKAANARVAGPKVEDLIATWKTYTVECHQRI
VQCKAKFNDQIELLKNGRTLANVPHLTIPGPPPYPGIPVLQSLLPGQQQQQNQGPPQAQSLVNGNAPALRAGHLPLPNTS
TSATPTRPVNVAPPTAIVGAANGDKLTDAAGRAMAGAVAAAPLHAAVGGIMADKAKSNSFEKIMLRLSTMYPNFSRLELT
GFIKEVRQNKHGSLTGLSLEDIVANVSALVEQKKKAGLLRPAAPPTTNISTIQRPTNVAAMPQVTQPSPILVPPSKIKPT
APEVSDIPTDGGRDEDMCVICHEDMNLTSIVVTLECGHRYHSHCIRKWLLGEQSTCPTCRVHALLPDEFPRLK*      
>Adig_5582v122783                                                               
MDPFDDVPVTIQNSGDEMSCGNSDQCPVCLMSLKEQLLGTPNNCPHVFCFECIREWAKNATTCPVGRLPFTEILVHATKK
GPILQRIQVEQRMATEEEEEDDPTSCEVCGGFDREDRMLLCDVCDNGYHMECLTPPVEFVPMDEWYCPACASCVDADEDD
LERRALVDSEPHSLLESSLTQALQVACERPQRRPHGGTARHGAISGRTGTPRTARTVASTRASSGRGRRRGTSRGRGPGQ
KRSSSTKRKSSAKKRKRKSTAAGRSSKDHGPKKKKKVNKRTKKGKQKKTKKRRIAEEDEVSPFIYEPKRRGKTVHARLLE
SLNSTGRSFEIGRSSLSSSSMARAPFPSRVEPSCSFSLFGNAYALHDFDEDVLGSIFEGLDTLYNANPQVSRDGRLVVAS
DKSRDVVKHSQTKLTVSEENEKNCGGVPKMKEETTEQKLAVVESKMVSEAENPKPSFSSQNKLDNCKELLRPKNTSESIS
FSTSESHASCSKAKETERLQQTSSTSGIPSKLSESLPTLSGFRIPKRRSYFESENSTKVATTDIANDTVNKESDRSVPLL
SKFKIPKKVKSESNDRRLQEESSHVGTVELSKTELSTGLNSAGGSKHKLRSSHLSSIYPEENCRTTAPKVLQGSFLNSSI
VRPRENFERKQTHSVSHPKAESSVACSTGKTACDANSINVCVSRNISASNISRLGAALHKCSSGEACTALTRSIDVAKCH
ATESVLGSNTVTASTSNVAFREVTGRTVHFSNNLLTRRPRSLSHSSASSSRSLESLPKVAPSIDRAKTTIGGKEQRLSNI
EIIKRLQEKQRSIREQILSDPIKKDAFSLGSETELRSPPRERFITTCATSPSCSHGTNLPVAVVKPQNSCVVVTASIIVS
PSEEIAPAKSIASGIIDVHSSNTEELIKVHKESNPDSSKVKTVGQKVEPRLTGGASGDRQQQRKMGIARLQRQQQIVDEV
KLALKPFFKRGEVSKDEYKLIMKKSVDKIKESSSSVDRERVVRLIKKYVKKIKNANVNASTSS*                
>Adig_7132v123970                                                               
EMLRQEAMEAIAKLRIRKIRKSSSHGTTSAAKRQEQEKTEREICAVCLDKFRNNQLVRTLPCDHEFHCKCVDRWLLAKRT
CPLCKGNIIESLANLSQVANGNESMDNNRIDTGRLSQ                                           
>Adig_8337v105256                                                               
MKNCSALSWALLLLYFHAWLSSTLALERALVEVVIYEHSSGGDYTTYTYELEGSFSNAGTATSAEGDILEVHPLGLCNTS
EDGDLYEYGWVGVVRLTPPDALNKPCFTLFEKVRRAIQRGATAIIFDISDYPDAAKELNAANTKIARPVVLINGKDAKKL
TNIIKNQKVSRARIQYSVAGYTPQRASNEYFDMVIFMTFFILVSIVCFILLLKIKWRQKQKESSLTRMALHALSRMETRK
YHSETTESSSSSEENRNLSDAESTLSTQLESTNAKCVICLEKFKNGQDVRIVPCQHEFHKECVDPWLLSNYTCPLCMLNI
VEREGITNKPRRTRHWFSRRCGRCLTNTGSTRSSVSSVGQYTPEIPSQTYSSNQFVSSESENNDNNTRSSVVDLSSQSMQ
RCQVEDSKSLQEQRTNCENDHVSLSSLRSTNFEGTTLSYEDRKCYTHQLVVVAPITSKYTDSKKYLSFAYTFRQ*     
>Adig_8338v105257                                                               
MNKFKNRYLEKYFPEEQCRQELDTLKTQMASAFDYAQEGKKTGVRFSKRLAEKKRIQQPLCTSTPRNPASMPPPPPPPPP
IMYAKNNEEISPVMNQSRMKQPVNSELATPSGTFQHEIKMIQSIRSVQARRRLHDRNSNVESEELKRPRLRVHSIEQGDL
KAAKNKLKKRKILVPEKENQAVGCKRQDTFTMFNTKLLEKFKNARSSPGDVSPSGRIDVKKAMFLGASAIIIITLNQRVL
KKLDLIQMFTKPIITVNGTHKDIVSKVMNAIKSGKQKLRARISYNSSLGELKFFSTLTLWATCGRPSGWEGVVCLGNPKK
AAAEGVNSHFIGTSGFFASEMLRQEAMEAIAKLRRRKIRKSSSHGTTSAAKRQEQEKTEREICAVCLDKFRNNQLVRTLP
CDHEFHCKCVDRWLLAKRTCPLCKGNIIESLANLSQVANGNEPMDNNRIDTGRLSQGAASQNEHLLVDCRSLHSDVSSKG
SNLIRNRR*                                                                       
>Adig_8783v105687                                                               
MARELIPSLPSFPTLEHAAASSCNSFIKSDIKPSCGPPVIDLTSEGAFTTMSHQPLRHMPAYPTHAHHSSAFHRVSNPPE
SHGIPSNHGCPFLQQRQQRQHHHHHPPPHSRLYHPPSDSRFCPLSMGSTVPLQHHPPHPGPPVIIDVDQIPDHVRAVPVT
SLPNSLLVANIPVAAPTYIQPHQPQMDVDPRGNNGVSTXXXXXXXXXXXXXXXXFVQPPYQVPQGYHPYPTPGNMQHHRH
SRRWHHSNPSHSSWSPRRSHPTPPPPAAVHPYPDLLYHLISVMSMQPVASQASPPAWEEELHPRENYETLLNFAEQIGEA
KPKGLSRSEIDQLQTYRVTSGSKDAKDNNRCVVCLVDFEEKQLVRVLPCLHEYHTRCIDKWLKSNRTCPICRAEVNVHPE
*                                                                               
>Adig_8961v105866                                                               
MSFRRVGLPCLAKSSGNSLKERYLAFGIRIGTFSCQNDLRLCVKYGWNKPALVISMPKGNLPKGNVILKTYDSKPSVELV
FQWIRTELSSKITTFSNVKSFLDTLKAKNGHDPTYVVLFSELPQPPMLLGSLSVHFTGRVRFGHVQMSLSDWKTQKHILK
EYKINKYFQSVVVFTPEGSWTYGRRKGERLEYGYLELFLRTFHPEVNDVFVTVLFMVNMSCVMELFLMNGGILKRTIHFV
WLLTFYNTSLIMLCLPVLALFQLPFLNTVLSFTLKCCRYIMMSDAAALLRDYTMRGLQHKGLAFGGYAVYGILIRLIQNR
LKYHFGVEDEDNSMMSAREWFTQDLHYLSNVVESFPSLRQPQVDYSASGLEDGIELLIRRLAVPELWLRPLIPTDYINKL
PVWKFCCSHSKQCCSSRQMTHTCHDSLELPGMFVARECAICLEEFRQGCLLLGLPCGHCYHQQCIKEWLCDGSSRSHYCC
PVCRWPAYKQKPPVFGGRGLHTQIEAF*                                                    
>Adig_9243v106144                                                               
MDVQQLFKSLKKEAECPLCLDTLKSPKTLPCLHSFCLECLDELANFARRQLQTTIKCPVCQTSFPIPDTDTFADLPSSFH
LNRLVDVLALEDSRVKAQKCNGCDENNPATSYCFICQSFMCASCFQSHQRFKTTRGHHTALIDKLQVQDVHELIQRPVIC



SQQYHEDQPLEFYCEDCKVLICLKCSIVSHNLHLVTDTRKAAEEQKVQMSEAVGKLKAEILLYENEIKKQTELKDKNIAD
IMNAEKKMTDTVEERIRDLREHKNKMKDKFREIYEAEQKQHASRLKNLELITAQLESCVERGQGVLERNISAEILQTNHT
ILQRCDELINAKQPDRYKSPNFSYMDNSKFDILDQILVTKTDSSMCSAEVDDSEIGRESNFVVVTRDSEGLQCYQGDDEI
KVDVFTPEGDPLKSDLKNTKDGKYSVAYTPQCVGQHSVEIQVNGQALTGSPCVVEVREHQYHYAFKFGSRGWRRGKFDCI
RDIAVSEKTGTIAVADKGNEKIQLFSSDGKFQTWVKLYGGPISVAFTDCGDLLTLASVNNNKLRLFSEKGQFIKHINDKH
LNKPQHLSIAGDGRLIITDEANNKVKVLSPDGNDLLLSLTAPRGCKKCPEYAVFHQNKFYVSYPLAHVVKVFDKTGVYLH
NIGCKGLNDGQLLYPSGLVVDQYNQLIVCDVVNRRLQLFTLSGKFLSKLEGEYFKDNMPGFAALSNNGNLFVADQFGNLI
FAFN*                                                                           
>Adig_11120v107887                                                              
MRLADAGGFELMYAEPGKRDLHVIPTGPQGNTVAYISQFIGQGRVYIRPIECNIDITAAQVHTDHTVFEELCNSCLQFVS
MDKLREHMKDCLKKKKSCSICLEQVVNDGVSPTCCNDVFHSACLKEWHNTSDGQGSKCPVCNELFFTINPREVIDCPMQN
QGQSTPPRRPSESSTTHESLTQHSEASDQLPKQLDKTSGPLASSSYALSLRETYNTDLFYSSLFDDEITIEADSDKEQTT
DTFTEVEKLSQVQAVPDAYEMMSSNNLDTILELAGTLNHIRSIKDIDKMIQQTAHWYTLGRAWPALEQFKQGLSDMGVLE
AITNNPNAFTVAFCHFPEKIDALTFSGMFTVLHSEEGSNKRDTENLILSYWHDYLQDTEDGETMVTLSDVLFFTSGLKQL
PPMRLGWDLSLGFLHDPDKDNNLSPYPKANTCGPVLQLPIVHKAYDAFKDAMNFAIGNSKGFGFS*              
>Adig_12081v108774                                                              
MSRSKRSGKRSGTAACVTDHVDEPSNCIICLERVSCRGKLSVCNHWFCFPCILEWAENTNTCPICKARFRCITKIHVSPF
RSPPIKVRVGDKDQRVWNDDEDLVAEDVLDAIDPDDLDDDYEPPHHLDSPWTRSLGNGRRQQGNNVRGNHSESNRPLQLD
QYDLDDSFIDDTDEALQTYLYSAYSRGNDFDFDGGHINNPKSRNIYTNNMNDTSDTGDSDVEILSSRVTRSPYSLRNNQP
VQRRSPRSEMDSFDRLPQVAEVESCSSSASTNSFIVSDNESAVDDLDIDWVPLSNHGNNARNKSIDLIKATKQISRGSQR
RKRRSSKSPQSQRLAEQKEQRSKQRNQASTSHGKELLKPKQNKTTNVNHSNSDSDEPMLRDITNQQEKQRNRAGKTSKPT
LTKKKAPIKHSSKLKQGKNFLSSASRANARKLDDTTDESSGDDNSLSDAAIIGPTPRAKTTRSVFTKRRHKSPVNDFSHN
KNAASHSNNNCYISCQLEISPLFKKGDQKRKRCVLSLSSESE*                                     
>Adig_12586v109236                                                              
MAASDERYAFLAEWYDSRAALMRKYQLLFYPNDRSVEMYDIKNRRLFLKRSLIDGLELHHLFIGAIINIHSRQLTITDYA
DQRTSNLLRNKNEKTLAMIKPDAVSQMGGIIDMIHQEGFHICEAKMVRLSSELAAKFYAEHQGKPFFRVTHLISLTSLDE
IDFFFGGRTFIGKNTATFSDCTLCVIKPHAIIEGLTGKIISAITSKGFEISALQMFHLERANSEEFLEVYKGVVDEYKSM
VEELCCGSCLAMEIRSQGDVPIAFRDFVGPPDPKLKNDSSTVQCHYCALATFSEVVAQQMTGVIVKAEPAEACSEVKSKA
NYNTSRYIGNWFLLIDGDGCDYESKTVYAIEGGFQAAVIIKNGGLNGVGKSLPQEEEEFSIPVIYVSKDTGLKNARIIIT
ENDPYLLDYQFYMIPFAIIVGICFVLMAMFMISRYYRHYLEQRRNRLSPTNLRKIPTKKFKKGEDYYDVCAICLDEYKDG
DRLRILPCEHAYHCKCVDPWLTEGKRTCPVCKRPAINDKKPRNRQRSTDVEAVQETNNEPDETTPLISHASLTSASTSLS
V*                                                                              
>Adig_13093v109717                                                              
MRVPFLVLLEWLLCVDSEQYLELTSYARSAQICGIILCLALSLLGRDELVNFYSYTLFIAVVMLTLYLNAYFTLNMYTAV
KHQEQSSFMEYLALSLLLVFSGALAVCIIMLGLYVRLFHSIQPVIFSVTTFLVMLRHINPSSRLDDPPLWLCACFAYSFY
GILTCIYQCFYNVVYHVNTSFQIVEWMYRMYGPTVIIVFHWRRVKVPSCMITLWFCLFLYHSVIFLLFSNETTSTQELLN
LTMALTCNSVLSLASCCFVIYKLAGYILNLVKYYHREENVAPPRDPYSSPEGLREGFGFFFLGLYTGLSGSTISRKLVLL
ELIFYLIVSALVRSMFEIAEPVLLALASQPTIAYRKHFRVLSFCVFLLVASIYLALNLYSLKEKIPFITPNVITIAQIIA
ALVLYLLYLYESRQNQLWEALDGYVYFINGSCKVFEFVVISAVLFYRVCDFSLEWTLFQIVMAVLHLYFNIWTPAKEGWL
SLRQRHQVNQMLNSLPSATEREIDELKDVCSICLEELKAAKVTPCKHYFHSLCLRKWLNVQNKCPMCHTALLTL*     
>Adig_13556v110142                                                              
MASYFDEHELTDRTANPEFFLELARLLLSPRDMLEISRAAFDIIQAPPASEDVVKSLRTLTMTADHIVESCSCPICQVDF
KMGDKVKQLPCKHMFHEKCILPWLSKTNSCPLCRHELPTDDPKYEEMKNLEENMFAHENTVCERCC*             
>Adig_14221v110773                                                              
MTLPISCQICLGKVREPVVCPNQHVFCSNCMDTWLRSHSFCPTCRTSITAEQPCKKIIGSIELPVNSDAMTRAELRRTRL
DLIRQEYEDEIKSLQNTVERLKSENKQLHEKMIERERAMASMDLTTRHRSNEDGAAKLDIDMLVKLTTRLQEASHASETL
RVDMDKIKQENKKLQEDNKILLRENTRLKDEPKFSKSPQRYSHYSVTGLQSKVSKYEREVQQLRRALQRSDNHIEDLTNK
LETACGSTASKSKRTSSSPTPSSNCWTLTSLVDHKDANSSYAEGQDAEKSDLSNEGSLADETGLEKKGENDLENATSVCH
SPVLAPVGNERFPVETGTLSEEQDAHLSSRRSSEVSLYGQDLDIPAGPLTKSLNILEPIESEAVDRPPSRGELLLLGDRS
SRRQEKPPLEENLNMFTASRQLIMLSERRQRQREGLDPSKLRDPSEYSPSSSDGGKRKSPETKSVDFDVLVNVTSEDSSH
NSTVQGSSSNVCRVECSGGESPGIHTFSVAKIKSEIELEQEDQEMLPKKARMDNCNLGNGIENSEQELHGP*        
>Adig_14975v111467                                                              
SQCCPICLEPWSNSGSHRLASLSCGHLFGRSCIERWLKSKGVNEKCPQCNAPAKRRDIRNIYTKAIKSIDTTERDRALAD
LETEREARQRAEEREARALLQYQLTKAEYSKHCEFVRIHQKPLRDAAFSCRGDGLLLTAAMDKTVRVTSMLSNTVVQRYN
TPVPAWSCAWNENDTNYIYCGLQNGTCLIFDVRNTDTYLKSIHNEAGGSCPVISVAHVSPDPHGLLRPGGILVCKLEGAS
FWEKTIGADYLPHTMTLPEGCCSSLSFEPTTRHCLFSLRPSKKFPHTRHLICQLQGNGIGISTARAETERAQNTETSDQG
GSLCTCQAVNQCVGGPSQKLLSKSRLFTDPDDSNVLMVAAGDESSSSTLIWNGSSGSQLQKLPNQGKETLDILPFAANGS
NFLAIIDEQKLNVYKWLKA*                                                            
>Adig_15409v101181                                                              
MAVKWAAVKAFYFRNENVILRLPFSLCLQLAAYFVEKAKGEGEDTKTLYETVVIFIGLVVAIGLFTHLGNLQKFYTWLIE
QVILMIAFLAVFSCLPSDAKEEISAKSSNTESSSFVANMYGCSLLYAQVCIAVSVAIVPRKWAAILSAKQTVGMFIVFPI
VVHIVTSLFVEATSILREICLTYLMFASVIQLYKACLGVLQLLQDFPGFMKHTGRIILTYGWLDFFMFHWKRTELDKVLM



VTWLIKFLGKFIFSLKHGVLIGIAGSFVECFDNLQDLAGASIVVGVAANIALDIINRILKGNVERTMEERHQVAWTDSIS
FFLLTQQVRLTSVPKPERHMVIALIMFVTISLFLQSVYELTEPVLMSLGVTYTGVFNKKHLRTLAVCAVILVLPGYMVLV
LCQLFIFDAWLFVIISSNLVTIVQITGSVFTYALFVSNFHSKSQVKDLDDYIYYINAGSKVFEFLVALVVLAYTVWATLM
REWNLIGSIVILMHAYFNVYKRAQDGWNNFLLRCSAVKRLNSLEWATEEQLEQLNDVCCICYEELDSAKVTKCNHYFHSV
CLRKWLYVQDKCPMCHADILPQD*                                                        
>Adig_15995v112404                                                              
MKAPSPPTRRRTPGNSPNNSGSFHFPRSGSPISEVSTDFKRKVEKAMRARLYLLQQTGPNSFLIGGDSPDHKFRVMIGPQ
SCTCTRPHCVHVLFVMLRVFKLKDNDPLLWSLKLKNFEVEKLLSKFHDRLKSRLSKDMTDSKISRSKDQEKPPSPSPNSS
SLGISLPNAREEEEVCPICLLEMVEGESLMSCRDGCNNRLHQHCMEVWANECKRQREALLCPLCRKTWSSAAYRTQSHRL
PPDLPSVPAPLGPEEITLPHSDPVPASQVELAKPWIEAFGENLVCCLFSREWNARETALRRLSKDITASFVEGSNAQKMS
AFQACCSLLSMMCGDPVYRVYVAALRTLRVLTMHTSYPTQEERKHLQKCLFDVVDAVLTKCSDSNRRRSALSVKVLLELC
KDENGDLALGKMLGDDHEVQPLGGLNFILSCILRVAAEYSTWPWWLGRLLFLRKLLDEYVTEFQLASDISLPVQMDAVGV
LMNDRVQDMSCDTGEVYQDNLTRLMSVLKFTMQAVNCSHSRVSKLAIIILISCTSLALHCAPASRYIAKVVSKLNPAQRS
ALKRKMNLSPSSNTVPISLQEREGIESQLSEESPSLTSTNRDSAIGSLSSLPSDYETENLSDSELQSMEDTLERPHSMLL
SPCLSPSKEISLDWSRSFEDSPRMPPVRFVVGKKCQDIIEQEEAEAVAKAMAVSSQYSVPSKIESLDTGDEMVIVFTQPD
VSGSITKLLQRYGPFDERIVISYSKQVLQGVAYLHQNQVIHRDIKGANILVDSTGQNIRIADFGAAARLATQLTGAGEFQ
GQLLGTVAFMAPEVLRGESYGRSCDVWSVGCVVIEMTTGKPPWNAHEHSNHLALIFKIACAESPPEIPGNLNPALRDVLL
RCLEGKPEERPSAMDLLRHPLFTQM*                                                      
>Adig_16088v112489                                                              
MACSKSFFDDVKKELECSVCQEQFSDLREPKILKCLHTFCKSCLIAWLPRQQREGELSCPTCRRITQCSANDINKLPSNL
FCKQLVGIVEAYSGQVGLEDSPYCGVCDERKALKFYCIDCNCFLCGDCAGLHGKAKAFKGHDIKEISNFNSNEVQKYVRR
ANVCKKHEDEVRYYCEKCNICICRDCALLEHCDHKRFSLDHGLDLKKSVFTKRIEEVEEVDRRLQEEKAILEKQRTRFDT
SIDQSKVEIHRVAENWINVIRRHEETMTKELLKRKGTFENEFSAKMTDLNEKLTNIRNSLEFGRDILERNKQSINQYNLV
TCVKVIKQLK*                                                                     
>Adig_16089v112488                                                              
MYLVNGIEVVSDQEIKNEEAPQPQETGLSQANEERHEAVQKDVNQESAEPSLAVASQARPWPERANDSHNDQGPPSESRA
FEVLTFEVQPKILKVLAGAHKNELDDIEAQRLVTVPRAVEGNQISLKPSDRCCAGDYEKACDAFINLYQKTSEIFKAERF
SVSSGTRKSDGRDAIRRMSKEFPGVLIERSKDQKHWEMYGEEGHLQEALIYLKRMGVEIEMGSKALKDGSDLGGGVKSKG
AEKSLAGDQSENPRGFTTSSDQLVLYCGGVKLSVYKGDITNELADVIVSPSDNRVTHSGGISKAIVDKGGKVIEDRSRFA
MRKHRGFLKDGETIWTRPGNLPCKFVVHVAGPVWDTQRQKKGREILHRACLNSLLEAEKLNATSIALPAIGSGSHGMPKD
VCAEVMCDTVAEFIAKQNTQKKTITDIRFVNNDDQSVHAFSKIAGAIFEYNLSGDSSRGDSTASAPSRSGGDGSEADLVN
SDLKTRDPRNSKASSNTIGNHASQPVTQHPLSLDSSGDASSQSFSASSRSSSRGTSYSSVLKRNTPDNDARSQKTQEPGA
LNERSDNREEECPICLNSLSNPCSLKCKHTFCSHCLQKALDFRNKCPVCQEPQGALKGNQPPGEMSSRFDPYSVPGYEGC
GTIIIDYSFRSGIQGANHPNPGQCYEGTHRQAFLPGTREGREVLELLRRAFDAGLVFTVGTSTTTGYQNQITWNDIHHKT
SRYGGPFRYGYPDPDYLRRVKEELAAKGIK*                                                 
>Adig_16712v113038                                                              
MLSCVNFCEDFAQFATNYRWRLHDRNPRGQRLPPLDSRLRSRRFPRRHFPYSNLWERAPAPSSRRDPISAELADLVPRPS
PPADSNSPIIIDDERTPFTQHQVPPNDAPSWFLSDTQHRMERFCRRLNATRQTERCYLQSDEALAYRLQQAEYGNEVEEH
GPASGEERQAAAARAGPLHSMPHVMHQPLQFPGRCTGRRPFHTNPTVTSDLFLPFVSVIAHPPPPLHHYGDSNQGLSADG
EDYEALWNLSERIGLAKARGLSKDVIDSIPNFRYSASSRDSSNGNCVVCMSDYVNREKLRRLPCNHDFHAKCIDRWLKNN
RTCPVCREEVVES*                                                                  
>Adig_16916v113233                                                              
MMQASFSICILFFYLLSFCHGAPLPAFLRSVLSGNGMKEESRVLKRSAPVMQDEIPVCAQNQTDRYSSSSRLCRLVKDLG
FCDFDDLYQMVLQSCPIGCGFCRVEDGNWSVWGAWSPCSATCGDGQRSRSRSCTNPPPSGGGADCLGVSQEIEVCNRRSC
EGIGGWSNWGQWSACSESCNIGIQARTRTCTNPPPTIPEGACEGFSFETQICSTSGCNVSASVSTVAATTSPVSSTTQTQ
IGPTVVSLTAKQQACLDAHNAKRAIHGSPPLEWDFTLAMNADDGVTMVLNWLVPDLAAHIRSDNRHKLKMADHHGVYPSN
SRASSFHQRSSHSRSASWSYTSGNGQITLTPLNPIRSVIREFVPSFGHRSPTSRSTTSSPLSPLSPSTYVNITEVLTDGN
NLNQTEANRVPSYTAVNSNSGNSSEVDLENGEAQTGTSNNTNGNGRSGGDRVEFQGTINWIEKSLPFVLLLMSRIMWDHR
LGILVFIGLCGTFLHANNTVKRQVSLKDRRLTRISLWTFLFLSGNVCFIYYVFYNHHLENWSTCLLKEFPTLVISCLFTL
LDFAIRFITMAFKSMVVIQHRKVIPFRRRGKLYLLTENFSQLYRMLVPVPLWLAYFTDYNYGGEYFALIATTIYVLLKIR
MIFGKLQEVYAACKVFGQDEQYGSPPSKQEIAEAGNSCPICQEELKDPTMLRACKHIFCEDCISLWFDRERTCPMCRAKV
VADPTWRDGSTASYAILF*                                                             
>Adig_17359v101489                                                              
MAERKGNSYSPIPTEISDPSQETDKSPTEGLVQKPVLQTVEEIDFHPDCSVCLQSAFYPVKLPCGHIFCFLCIKGVVLRS
RRCALCRQSVSVDYLDNPTLIKVVEKTSTDTGALKLEGKQCEGSRLANEEFTWYYEGRNGWWAYDEKTSADVERAFKNGQ
RSCTLLIAGFLYVIDFEEMFQNRKNEPGRRRRIKRDKRDVESKGVAGIRVALSSQAAVPNAIADSSIDKSDNVQDQGDTE
HSVTGVSNASHSLTGQILSHSEAVSGVEELASSFKEASM*                                        
>Adig_17685v113824                                                              
MKELAKGKLNDLKLARMRVPYELLDELERVSEDLLTDIRELLESIQRRDLLEKLEVSLHEGVAAVSPASLPLKGERSDVL
SGKDDRRKIVTRRSRVSARSNASDSLVLNSAEGEQVTLVRDGSSDSCEEMEPTKVFLPTGSSFSGGISSGKTSLNTGSSE
EEIPQQAQFSGTKDNVTDVGGNNETIVDDMLETSMASCNGETRSSWSGPRASPATMEPDSGISSSGNAVAAPYHSLLNGH
EGLIVGDENQLTLQDDSVEDDQRTVARDECIPDCSSKTGSQLPLPRNSNKYDQRPERTLEPGCDSSSKTGNELLLQRNSN



EYDQRKGERLLPGHDCSSKTENQPSPQQNSSESDKVTEGRREPDATNSSSRNWERLGARPKRTQTQRPVDPPLWPSSSPV
SDGLAKDFVARHSQDRAVQERLYTDDRHLSYLGPERLRNTSLVDGVTSASYAYSVRPYFGTMGASPYERVGSAFLDVPSS
GPVVSVGLLGGSSYSNSTEATVTPLSSFTEQTDFSSACNGMSSDRVNASNRLLPPNAFANSDHSLTGEQDFNKEYDSLLD
QSLLFRQQSLQQLSNPISPLPNSRFVYGSTGSDFDTGASYGAAAIHPDYSLCDTQGHVLRNGNSTLIGDQMSRTSNLNLE
SQSSQFGDREEVPGSFAASGVVAGSRDFPLSYTVSPSSFSSTMAVSNLTCRPSVAAAINLTSSFLNTTRNSVFSSTVAGD
GNEEASHLPASGEVNSKDTTCSIDYGRSTVEPNDNSLVASEQRMAEDASAPVERMLREREEREEFMRELQRKEQMIREER
ERERREKEDREWQEAERWPPQQEGVSTGTRWLCEHYQRLCRVRFPCCTQFYPCHRCHNSSSNCKNDEAKACHATHLKCSL
CQLEQEIDETSDVCKGCGEKMAAYFCSLCKHFTSVDKNPYHCDQCGICRIHKDKSFHCKVCNVCLDKRLENNHKCRPDSG
HDECCICLEDAFSGCQILPCSHKVHRECAIAMIQNGIRTCPVCRHPLYTPLNE*                          
>Adig_18257v101661                                                              
MGKEYKHSDSRQNKAHVLKENSQPQERTEHGNNTGIEYTAKMPNSCIEDPQYIYQNGGRSYSVVDADKSSDGDDDSVQID
GWGLCQYDTFAGGDNTCRDENNNLDRXXXXXXXXXXXXXXXXXXXNSEGSGDEDGRNAKGGSSSSESNKTQAFSSESAET
NAECENQKPRLGFPKAASNHGNEKNKGVEKVLRNGEVKSRDVGRASVAGTTSFPGLFSSPGDEVVAGPILHPNNPDSQAS
LSANNATRLTQGVRPKTPPWLASDRNCCYNSRESYTKDTGIYQDFLVRHTTDTSLLHSPRAIDWNLSGASTSRTNPSTLG
SRNKSNSALLRRSPNSSVVDQRFSSSGLRQPGSRYQATRTDFRTDWQLSYQSQAEQLQLLNSRNPRDADCHQPIAQPNDP
GNIPSVTRYQVSSLTNRTFGPQLAPISRNAESHEALLSAGIQGTSEHNALVALDRKLAEACAVVERITKEQDEAMKAXXX
XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXREIREQEKTERNREEQRVRQ
IQGERTPIQESINWQCQHYQRLCSVSFPCCGVFYPCHRCHNESDACEIDDMKAKQATHVKCASCGHEDEISERSQDCSSC
GERLSQYFCAKCKHFTGMENKPFHCDKCGICRIHSDKSFHCDVCNVCLDKRLEGNHKCRVNSGHDECCICLEDAFSGCQI
LPCSHKVHKECAVAMIQNGIRSCPICRHPLFNQ*                                              
>Adig_19067v115023                                                              
MLWSTYFTTQEHSSLTAFLKNVLTIEERAEEDMGCLIQVTTHSRLLSSNDLQDVAASTSLKLRNILCLSLQQFHTEQQFC
LSVRDFLAKLGGREGLLIVQCNAGDVNSNLIPCARHLLVDERASAVEAFKKTVGHDQSLVHIVMIVQLPRLVGGCQTFAG
FQGGRWISVHIDELRPPIGQIPAIEFMVDRSISELFDVAPSTRHCEEMEVAVDEQEQIDIEMETSDHAANERVLDKVNII
SLLRSCIQAAVARIDEESRLPSRSTRRIEVMLNLLPDDRSEETARTNIPVQQCLRDLIRTSEIGNLIGEAQQEGYGEAAM
LRYLHDFVHMVHKPTVPDGEEEALGDETDFSKPDTIRVIEKFLVDCSEAVSKRYTSYGVTTCPVCLEGLAEKDPVKLPCN
HVVCLPCISNWVEKERKCPVCKQDVPENFRITSTKAVRRAVQTHFDFRRRCNSFFMDLVSLFCFGAEAGVIDSDLFSMFM
SYVLEGRSKTKAFSPFPEHGIDATPVVRSFLLQQLLRNSDEDVKEHLSHYLSEVRELRSDNSHLLQVCQLFVHCWEDSLI
SQFAKLSDNLPALIHLTQQLCLECSPAFTSSRSEPEREVDVALLENVAKGRYVLGVTAEFLNLMAEKVTLDDMWITREML
SLFEAVKTMCCKSTTVRLYLLKQLARSNRSAFLLRGTLCERKLLDRPETETGDSNIARPLAVHLLNNTLGLPGMPSTRAA
PGRSAMEQNLAELVIHTVTVLQCINHLTVCEPLRLMMENPAALRNTFFPTMPKDNLEEAMAGMRESGSWYQCPKGHPYYI
GDCGRPVEVKVCPECKVKIGGTGHNLSTGNRAAQRADRTMTGHVLGHPTTRPRNLAPERNLSSVVVGITRILMHCALIEG
ANRQPQGVSTLMNPTVPPAALSLFLWNHLQLDVEVLAKSLGRSVEETILCVHMILAYMTGHVSNPLWRYRTQVTLDHFSH
TFQQEVFSTDNSRNKVLAEFLQQEHKLRALRFLPDIVKLKRFLMDQFHRRIDRTEAEKIKIRDFLRKNVSSSEFTFNAVA
SSLKKNVRELHPPSTDDVVYVTESARDELASLIASFNKAWNLVRLNLDQEGRLRPPSDLCQIPMDSKRPLALLLPNASGM
GICSLALVSYLTTVHNDFNQRYQHLVGGNAKDLTIIPLQDVTPSQLISYDAERDLLPLILAQCNYSLEVGKGTLVQYNWD
ALERQLIDRFIRGRPLIEFKDPFELIPNTYKDVIPNREMMKLSDAMKRIDLDSFVGEVLELILLNLRMEPSPGEEEMSLG
DFIQWHLDNKGHDAIQGLDQWPDSVKLKHVIAAWRTSVELCDSYYDKREAASA*                          
>Adig_20341v102179                                                              
MGLCKCPKKKVTTQFCFEHRVNVCEHCLVSNHPKCIVKSYLNWLQDSDYNPVCTLCNGSLAEGDVVRLICFDVFHWGCLN
SYAASLPTNTAPAGYTCPNCKSAIFPPENQISPVADQLRKVLATATWARVGLGLPVVPDTTTSSTSVTEHRISRPDTDIA
VVQRAAQANHTQTTSTHPATEVNQSPTYTTPLSSKTELRSARDYHVVDVRQQNTVAAPTQWTDADKPSTVSRKIFNSRQP
VDSIPNDHDENKYQRRGAIDWFTRWFWSRRPKKPGPEDPNASLKRTTIILILLILAFTTVVVLITRVGRGMADQDPFLDP
MANPNIKVQGGIIKNV*                                                               
>Adig_20410v116052                                                              
MVHKPTVPGGEEKLISQAIITAARELHAQSLSLEDFSLSIPVVHVAHGAIEKRLSNLSNLIKCQPDVVTNLLRDIPSQES
EMVYDAVALQLCLSALAPHPEEFDDPQTRLVWCNRVLAVRPSVENLLNSSTTCGEKTTLVLRDCRSIWQRASAVRLFIEH
TCPGTLPCHPADVRNAFKLWKALGDETDFSKPEAIRVIEKFLVHCSEAVNKRCIRFGITTCPVCLEGLAEKDPVEMPCSH
VVCLPCISNWIAQERPRTQCPVCKQDVPENFKITSTKAVRHAVQEHFDFRRRCNSFFMDLVSLFCFGSEAGMIDSDLFTI
FMSYVLEARSKTKDFSPFPENGIDATPVVRSFLLQQLLRNSDEEVKKHLSHYMSEARGLRPDADHLLQVCQLFVHCCEDS
IIKKCAKLSNNLPVMIKLAQQLCVECTPSLTSSRSEPEREVDVVLLENVAKGRYVLGVTAEFMTLIEEESIWDNFLIKKE
LLSLIEAVKTMCCKSAAFSSPRLYLLKQLTRRFGVEVIHTLCERNELDWIVPLESRAQQQEDLVPDRFIIYGEDYKEIRE
AVAKTVLSGSHRELIATLESVALPPVVRDVILLLAEYREVTMCYRFTTAERRLSARGHEVLEEFLQDEKHLSDRARPLAV
HLLNNTLGLPGMPSTRAAPGRSAMEQNLAELVIHTVTVLQCISHVTVCEPLRLMMENPAALRNSFLPTMPEDNLLEAMAG
MKERGSWYQCPNGHPYYIGDVSIL*                                                       
>Adig_20744v116321                                                              
MPLVFLEQLPLPTLKSYVVTSVLLFVSAILYTLNATVGSGESDYSKIYDFVTQDNFCFWSNLNLAYCCLFLFGKVIQRVV
FGDLRASELQQIQDRFWNFIFYKFIFIFGVLNVQQVTEIMWWTAWFTLLGFFHLFTQLCKDRFEYLSFSPTTTPWTHAKV
IGLLNVLALCCNGLLFICLFVGWPDGIHTFTFMLAECMLLLIKVVHGLTRYGIHLWDVGHTTMWEGRSTWSYNTDLTMSV
AMCIVDFAHHMHMLLWSNIFLSMASLVLCMQLRHLFYEIQKKLAKHRNYLRIIKCMESRFPFATEEQLMKNNDDCAICWD
SMETARKLPCGHLFHNSCLRSWLENDTSCPTCRQSLASDLQPEQEDERQPRGMAAFMMGRGLRRNHFFHFDGSQIASWFP
SFSVEVMHTRGDNLAEGHLPESRIEAMAHQVQAMFPHMPFNIIMDDLRHTHSLEITTDNILEGNIAVPSVWTPPDEQGAQ



EDSELLQIAQPTNQKINQERSKLACVHFLAPSTGCIVIGSFDLSSYVVIGYHGSLTKKASKRKNLLINAATSAFCNGLQS
*                                                                               
>Adig_20823v116380                                                              
MSISLVLLRFEVADELPIPQGLDYCAPGFKITEHTMSVPLRDKADCEDGEKVSNDISEEKMKVHRGERYLHNIQVETMQG
KSSCDKEAIMKEEREEKLSDQHGKISFFCGNPMVEIIKGIIHIYKNNEMTSLSTGDKRSEMICILAVPAKMTSIELMQFV
APSEEFIECVKIIRDSTPNQYMVLVKFRNQELADDFYNTFNGQPYNLIEDEVCHLVYVAKVETIKLSEGGSLPCVGLTEL
PKCPVCLERMDESVEGILTILCNHSFHGSCLSKWSDTTCPVCRYCQTPQPVDGNKCFECDSNESLWICLICGHIGCGRYL
SSHAKRHYQETQHTYSLELGTQRVWDYAGDNFVHRLVQSKTDGKLVEYGSGQEVMDEEKMDSLTLEYTYLLTSQLENQRL
YFQEKITQIEKDAAEQVNSMEERSKKTLEECKKLELRLAEAENRKKNVEKKYEQVVSRVGKLASELKDEQELNKCLQENQ
KLWQQKLRQTEEKVQSLEAAKNQEVTDLQEQLADLMRHLETQQAIASASKETRQELQDGQIIVGEGSPERQQTRKSRRKK
*                                                                               
>Adig_21353v116787                                                              
MREVVLTAASLALTGAVVANAYYQKHQFYPSVVYLTKSSPSMAVLYIQAFVLVILFGKMMRKVFFGQLRAAEMEVTYPDA
TPEELQQGDNVCIICREEMTTGCKKLPCNHIFHTSCLRSWFQRQQTCPTCRMDVLRPPPPPVQQQPPQPAAPPPFGYPPM
GAAPPLAPGIPPQGPANVVPGLFPGWPPMGLPPVHVGQPQPPAAAAAPTPVAPATAAPPSTPSAAGNVQQDANQAQVPAF
GLPPPFMFPPPFMMPPFMLGGLTSPVNTNFSSMNIEQLVAAEAQERQNVEARINMLRTIHALLDAAIIQLNQYTQMVNEQ
SQATASATESSNSAGVSASGAGPSQCDKGEAGPSGLGKENLLGAQSTAAMAGEASKPETLSSQPDPSLLSLPENTKLQAS
VTDNSQMDSNLNDENTEIRRRRLERFLSATNQNSDQDKND*                                       
>Adig_22581v102739                                                              
MRSNSDESVAKTAEKFAKHLHDSWGVGNAGCDDGAVLLISTDDRQVYMSTGRGATKVLTDDQIDLIIEEMKPHLRDKNYD
KSVEVAVTKMGEVFSGKVLESSLDYGLILFFLVIVTGVGLAIYLVHRRDQDIENCTLKLQRIQDERDRAKHSYETKSCPI
CLEEFEPETPTKLLACGHKYCEPCLTKWLQEHSTCPICRRSSDRHGDDGTSCQRPQPMISFPSCSSVC*           
>Adig_22642v117824                                                              
MDVQQPVKTRKEAECPLCANTLNNPRTLPCLHSFCLGCLDKQANLARRRRQQAIKCPVCQASLQIPKTDTFAKLPSPAIL
SRLVKVLALEDGIAPSQKCSKCDKNNLLTSYCLVCLSFVCESCSHSHQCRNATTNDERPVMCSQQNHEDQPLALYCQDCE
VLICQKCSVVSHNRHSMTGLQRAAQERSMQMAEAVAKVRTEILVVENNIKMQTELKNKSETVIMNAKKKMNDTVEESVRS
LLEHQKKMNDKFRGIDEAERRKHAVRLEDMERIATELKSFVKEVGQGILQRNISAEILQKNPMIAGRCDELLNARKPNLY
MSPYLNYFVENKFDLLDQILVTKTDPSMCLIEAHNSLIGIESEFVVVTSDSEGLQCYQQEDQIKVEMLTPDGDHLRTELK
DSRNGKYTVTYTPQCAGQHRLEVQVNKQLLTVSPFVVQVRDHQYQFCLKFGSAGNREGEFHLICDIAVCDKTGTIAVADH
GNKRIQLFSSDGKFQRQVELDGKPFSLAFTDCEDLLTLVANGNMKSRLFIEGGHFIKRINSQHLKKSHRLSIASDGRLII
TDAADHKIKVFSPDENNLLQSFFAPNCDKDPECAIYHQNKFYVSYPAADCVKVFNETGMYLHDIGCKGAKDGQFNCPRGL
VIDKYNRLIVCDVRNRRLQLFTLSSKFLGKVQGEYFNNGIPMVAAINKNDNILFPFLVIAVQKDKCISFNLCLMFLLSVR
TSELELSSFLFFV*                                                                  
>Adig_22667v117838                                                              
VFEIVSAELCLEHVQSLSREEIKGLLLEIQSKIGLRWIESAESFVISGTLSQVEEAHKVLMKGMYLVNGIEVVSDQEIKN
EVAPQPQETGLSQSNEEQREVMQRDVNQGSGEPSVVGAGQASPSPDRDKDSDHDQEPPSESHAIEVQAFEVQPRILEVLA
RAHKKELDGIETQCRVTVPRAVTEGNKISLKLSDGCSAKDYEKACDTFITLYQKTTEILKAERFSLSSGPSKGSNREAIS
RMLIEVPEVLIEKSKDKKHWEMYGEAGHLQKALSYLKTTGVKIEMESKAFKDGSGQARRAKSKGAESNLDGDQSENPRGS
TTSSDKLVLYYGRVKLSVYKGDITSENADVIVSPSDNYLNHSGGVAKAIFDKGGKEVEDTSRNVMRRRHGLLKDGEAIWT
KPGNLPCKFVVHVAGPVWNVKVPKRSREILHRACLNSLLEAEKRKATSIALPAIGSGSLGMPKDICADVMCDTVAEFIKK
QISQKETITDIRFVNNDDHSVQVFSKKLKTLFGYDSLGDSSIGGSTASAPSRSVGNGFKGELASSDHKTYQPGRSKASSH
TIGYHPSEPVNQHPLSLGSTDDVNNQSFSASGLSWSHGTSYSNALKRNTPGNDTSPQKTQEPGASDERRDNKDEECPICL
HSFSNPRSLKCKHKFCSNCIQQALNVSNKCPVCQEPQGVLKGNQPPGEMTSRVVSYSVPGYEGLSAKSSEGRNVLELLRR
AFDARLVFTVGTSTTTGLQNQTTWNDIHHKTTTHGGPYGFGYPDPDYLRRVKEELAAKGIK*                  
>Adig_23023v118140                                                              
MKGVYLVNGIEVVSDQEIKSEEAPSPQETGLSQDNKERHEVMQRDVNQESAEPPLALESEASQRDVHQESAEPPLALESQ
ASPWPERAEDSHNDQGPPSESRAFEVLTFEVQPKILKVLAGAHKKELDDIEAQRLVTVPRAVEGNQISLKPSDGCYAEDY
EKACDAFINLYQKTSEFFKAERFSLSSGTRKSDGRESIRRMSKEFPEVLIERSRDQKHWEMYGEAGHLQKALRYLKKMGV
EIEMESKAFKDGSEQAGRAKSKAAERSLNGDQSENPRGSRTSSDELVFYYGDVNNQSFSASGRSLSHGISYSNALKKNTP
GNDASLQKAQQPGAPDERRDNKDEECPVCLDSFSNPRSLKCKHKFCSHCLQQALDVSNKCPVCQEPQGVLKGNQPPGEMR
SRVASYSVPGYEGYGTIIIDYSFLSGIQGVEHPNPGQPYEGTSRQAYLPNTREGREVLDLMRRAFDARLVFTVGTSTTTG
YQNQITWNDIHHKTSRYGGSFQFGYPDPDYLRRVKEELAAKGIK*                                   
>Hmag_XP_002159160                                                              
MGVCKCKQRNVTNQFCYVCRMNVCESCIVKDHQRCIIKSYVNWLQDSDYSETCSLCLESVKQGEVIRLTCYDLFHWDCFN
KWALKFSENASSASYQCPDCKAPVFPSTALVSPVADVVRQRLTAVAWGRRGLGLKPEKLVEQKSEVRPVTPVVAETNIQT
STPISSYKPLSTTIKTPFVPLSKQSASSSNVREKYLNDNTAPVHKVVDSTRYDAKVDISFDHDDNKYKRRGIFHWIGNLL
KLNENDQKKSKNNFLRRYFILVVLLGLFVIVVYLMASYGRNNAINDPMLDPDYNPHIRNFMEENG               
>Hmag_XP_002154423                                                              
MSTQSNNVESWDSLEIARIFLATFQMSEELESSLQGKIKNPPASKQFLANLSTVCRKSESCPICLKVFEEKSLVKELPKC
KHSFHATCILPWLYKTNTCPMCRYEYPTDDFEYEEKRRLKEKESQREEMLEELHNSMFS                     
>Hmag_XP_002163928                                                              
MVLGFNQSNIKLVYQVKRKIFLVIYGTYHVIRFPDATEEELLRLENTCIICREQMLIGKKLPCNHIFHTYCLRSWFQRQQ



SCPTCRMDVLSQAAQMARPSSVPQFSPPPPQPQPAPQSSPLFGMSQAQSFSPPSMAPPVVNTTSMPSASSTTTSTTTGLF
SFPPTFTFPPPPGFMSDTSFFNPNINRTPSFASMNLGMAGSLPFPPFPMFSPPNINFGQLTDEQLKSMEGQERANVEARL
RILRNVHTLLDTAILQLNQYSQVINNLKIIITMADMVLLQITSTKSQYGSERRFSKGICVSELKGKLELITGVTALYMEL
ELYNNKTFISSLDDSKMLGYYSPENNWILHVTDKNPNSKVGEFDDLSKVEKYELKEEEYDKREDSVRNFMKKNKMGKFSE
AAKEAEAREAEIEKEEEAKGKTFKINDRCEVSIKNFPKQRGEIMYLGEVKFNKGFWVGVKYDEPLGKHDGSVKGERYFTC
PPKYGGFVRPSQVEVGNFPEELDFMDDDEM                                                  
>Hmag_XP_002162097                                                              
TYEMINWYYLLVICLQMVNLVSLTIYTYPPAHSNLSKLMFHDVEADFGSMPTEGISGALDLSIPYNACYHLYPAPKKDLP
NTNFFALIQESSGCSYSEQVIHAQEAGYKGAIIYSRTNNDPIIMGGDGPIIVAVYVKKSVGQDLKQFLYKTGSTIKIAPN
DPQMSLSIYLVPFAIVVGVCFFFMLAFSVGRYVRYWLRIRRSRLSPANLKKIPTKKFKKGDEFDVCAICIEEYVQNDKIR
ILPCNHAYHCKCVDPWLTSGKKLCPVCKQTVESDLKRTSKNVIINGNDGNSNDVNGSSALTEESEDENTPLLAASQNLPN
SGAMA                                                                           
>Hmag_XP_002165588                                                              
METNKNDSTMEHQKESDDADKCPVPHTVHYFSGNPNVEVTRGIMHLYKDNCLSTLGNIDIPRSDTICMLGVPAKYSCQDL
QNFIAPTGVNNDRKNKILLENIFSETVRHIQIIRDGNANQYMVLIRFKDQESSDAFYREYEGKAYNMLEDESGYLPVPGL
TELPICPVCLERMDESVEGILTILCNHSFHNNCLMKWQDSCCPVCRYVLTPEVSVDQKCFECDSNESLWICLVCGHIGCG
RYQDLHAYQLVQNKGDGKLVSLDNREQVEGEKMDSLTIEYTYLLTNQLESQRRYFEEKIDFLEKDAYEKLSLMELEVHNS
RKEYHTLEQMFAINEKDKKMLEKKYENVVGKLANMCKELRDEKQLNICLRENQAVWQKKVELLENELKKCSTEKSAEIYE
LQNQVADLIKHLEVQSAVRNANEDVREDIQAGQLFTEACSSSGNASRNTKKKSKARKK                      
>Hmag_XP_002166020                                                              
MERKKLCLGKPSYLDRSLNTWKPFGMDNDLCSLYLLDSTRLSIMNVQETYQIRVICFEDFLHFKKQADQRFVFQTNSGFY
GLQVFNEKDESDIENLFKSISSFLGIQKETMSSVMPPMNNQNISMINSPNKSSFIDQEKKTFDIIPPDNDTICDKMRTAI
ECGNIEEAKELVAKLAEKGLKLILHVLEYSDINISIPVKIEGRDGKSITVTLLVNPNETIRMLKFKMFKEYHLPISCQQW
IIQKRVAQDNELLCSYGILEPGTEAFLYLSPTNNMNKDLQNDRVIGWECPQCTYLNTPTYPGCMICSADRPENYVVPENF
VLHPDEAHRLMNECLAEQLTLQSEEVRKNDEILQATNNYQVMWNLMQLKLLRNENMFECPICFNDVEQGNGVVLRECLHE
FCEACLADTINTSDSPEVACPYNDKYACPAIITHQEIIEILLPVDYDKYLQRSLRVAENSNSNSFHCRKPNCPGWCFYED
EVNFFDCPICESKNCLTCRAIHLDKTCKEYQDELKIKAQNDENAKKTQEMFDEMIKRGDAMLCPSCLVMVQKKSGCDWLR
CTMCKTEICWATKGPRWGPKGTGDTSGGCKCRANGNVPCTPTCANCH                                 
>Hmag_XP_002157403                                                              
MNDSLIEGISDSVLFSWLLSSVIVLAFLLWSKFHVRNQIIHPVHQDAVQAVREHVIHGESNRQSRNGDDQCPVCIDRLHF
AVETNCGHVFCCACMMAYWEQGAWIGAMNCPICRQQINVLLPMFTNDEAVSNEFTIYNNKIHIYNRRFSGQPRSILEYIL
DAPVLVRHLWRNFFTASGIVLLLRIRIIIFFCIVLLYLWMPFDIIPESVVGVLGFIDDVLFTLAIVLYVTVLFRQSLAQ 
>Hmag_XP_002157131                                                              
MELNSIFDSELEALKSIYMDDLIVDFTSSTAKLKIIIHPYTAENLSEKYVYLTLEFSISSEYPNQVPSISIPNSRGLSDE
CCESIRENLKDLSYKHRGEEMLFKLIEYAKDCLSDNNHPSCVCSICLENFQQDFVRLDCYHFLHKFCFNKYLEINKEKIC
PVCRTPFHLDFFSDVTHSKDEDAPLVS                                                     
>Hmag_XP_002163597                                                              
MDFKNETVELAAEMQFRSEHERLHAKHKGHEAMHLEMVIIMFAVLGISQVLLIKWRQTHFRSYQATTLFGMWLFPLIFNL
RVGWYRMLIVWLFFTLSTLFILRIATRNPLNPHAPRIVYKWFLNVHRLTYAVGIFGYVIIMCTFFGINLLLMLPPDVAMN
AGVTIIFYGLYFGVLGRDCAEVCTEKMAAKMGYFSESGLPSKRLLPNICSVCGLELTLSNMEDVEEENKEKTYKLSCGHL
FHEFCIRGWCIVGKKQTCPYCKEKVDLKRMFKNPWERPHLLFGQLLDWIRYFVVWLPIIVVSVRGINYMLGLE       
>Hmag_XP_002156105                                                              
MNPNVHHVKTSFNKVEKSDRKRSPSPRFSKRSPSPNVDPHADADMNRVKKQVAKVLKARLYLLEQPGPNSFHIGGDSPDH
KYKVIIGPQTCTCGKDQFCVHVLFVMLRVFQIKETDPLLWSRELKNYEVETLFTKYRQRIAALSTKKIQASIFKSKTTQS
TVLPSPLVVAGNSSHPFSSIKEEEEVCPICLSDLVEGESMTLCKDGCQNRLHHHCMAVWAEECKRRKEKLNCPLCRTVWK
SRRSTSPEKLGQSINSHESHLASVDAPGLPCNEVVPEEYKNLTKSWIEIFGFDAVACLFSRDWKHRESGLRYISRKAVKT
LTERRSTTSYVENKHETIQAFTAVLEYVLADPVYNVFIGALRAFRAIISAVQNRTPNEINLFNQAIKPVIEKIILKCADA
NRRVVIIAIKVLIEFVQGELYALSNGSENFMNLIFTCYKINNEELSNWQWWLGRLAFMRRLLDEHGHLVLCCEDDLLNLA
LPVSPRIDMDLNQFLTSLEENIHTRSTFDDVAIQRLHDIVIFSTSAILSTHKKVHLNALSLLVKCIAISSHDSVAFQRIK
KTINDLNHSIKSKLHRHLSSEAQREQHDILNILDDYEDHPDQRGNFDVTLNEDEEKELAEAGASAALTPPASPKNVQKPH
VSPPSSAYDPGLKCVRQVEDDEAVALAVALEKSMQRPENVIPEQLIPTDDITLVYIQPVISFCRNCEEEQNKVHEVVLEE
IALLTKLKHPNIVSCIGATQHEGHYNLFMELMPDSTGQIVKLSDFGTAARLLSKCTGTKEFSGQLLGTIPFMAPE     
>Hmag_XP_002160354                                                              
MFLKLFFLLIYFLLVFVGVRIIDFSLESFSLNSIQDAIVKFLPKGFWNDMFQDNKTFFRNDSMLKKFVSPKIVTKVPSFS
VLCSFQDYIEKIEDTNTSIWLVLIRSYKNASIPMEEMNWNFLSDKLTYYGIKTATYDCNVDHFLCLHLNIHVPSLLLTIE
KENIAVYKYSKSISINKIFQWVQRKLYFKLKSVQSFKEISSEPVANEFPSMLFIYSSSNSAPPLFFTSLSVTFSGRVEFY
ILKSSNSNDNAVAMNKYAKYNYGKHKGENFSYKCINLFLRTLHPELNDIFIFSVILFNMACWLEIFLQKGGPIRRIIYYI
WGCLITNIVLVSLWIFIIQVINLPQVQPITDIFLKALQYLMFSDVAATIRQDFLQVMQHLYIATFGFFFYGVILGYLRYK
FLNHEENESGSLVTILLNDFQDLNNMMTSLFSYITPRFQVFLFDDSIDRVLQRLSTPDLWLHPLNSLNYIQDLPSWKFSA
SPLYNNNISCSDECKCKHADKVQCNFGSIRFTKSKCSFEDEIRKYGYSVNECVICMEQFKCYEIVTGLPCLHIFHKFCIY
NWLVLENSKHRCPVCRWPARLQKGIVEVIDLTD                                               
>Hmag_XP_002155897                                                              



MYNESEEESNEEDLFATKSSRKRKLLVYSDEEDSSGGSDTDDNNSDDLEESDGLCPICLSEFTNQMVGVPKTCNHVFCLE
CLQEWAKKINNCPVDRTKFNFVLVYKIKDGPLVEEIYIEDKESKDDEFEDPPTYCEVCGSCEREDSLLLCDECDNGYHLD
CLVPPLLAVPYDEWFCSNCQPKDQTVEVSLSKPSGFIGDEELLMKIYEDHCASDFINETSDSRVRTVAKVKNERRQNRRL
ERSRSTRPRRPRNKESMQRKRRKKMRRAVKRMNKELSYKITEKANNEKLKQKSEDNDTVISIYGDPYDLNEFHDVFDDEH
EPTVKHDVTNTEDVVGSILDGFITLDPNKVVVERDGSIKEKKKMEKALITNVPYVMPPDVCQLDNSSAHHSGDSQKINSQ
TVNITQPMQNRSHTKVSGAYAPNEFRKPIEKKQVLTLEKKIELYNQGKYKEIRTKSREEIIKDTKERCLTLMKDIKDSQE
CLQNQLEKGFNKIHKNKISNDNFPNKEPVKVSFAEYKMKMQQDKEKKSLFIKDVNECCNGDSKKNLFEELFGDPSIFYLE
ETKEPCASLSQTQKINLSDTSKPHLSDTPKAHLSDAPSLNLSGSSKKNLFETLKSNLSGSSNVSCCSVIPKIDHKDKKFF
FPIQTDALQTFSNLNNVVELGDSALKSNLHGTFHMEHFTNHLSNIKYDLKSEGHGKLVNNCGIPIAIVYPRSNLEENFPI
GNNSSVVNLEKKQAAEFVNQKSPPIDKFYLEKIKALLKYDYKNGALTKDQWKDIVKQSVKQIQRNIDYYKQDGMIENLVE
SYLKKIKKKALFENMLPAFI                                                            
>Hmag_XP_002166247                                                              
MPKRRKNSLSAKGLKKQKDISSSSNEQFLLSEQSSLIDQSLLVGQSSSTNISSSIHLPSVSYDRTINDFFSRKSNSSVIE
VIDVEKLPDRPLSPVNCDDVMEINPPSLPHSRSMRSRLNVVDLTDIFSPLTPQPLNPQPISSIIHTTSGDENDSDDCLPN
VLKSFMKRKSDSMDKSPKKTSVTCSVCLDNLDQISSDGRKLTSTICGHIFCDECILKAVKTIHSCPTCRMKLTKKQLHPI
FL                                                                              
>Hmag_XP_002156770                                                              
MNDFFIWFFSIVYLVNVFCETSSLDDRTTYTQAILDFFKSEKKLSLYGKYGNDSPKLPRNGQLFYLKNQLWCSSFGKINN
MGNSKVILIPVGNCTFQTKIEVAVAYNATAVIFINNYNDEPFYEDNNEKIVSVIISKENGDKLTRLYYDYDEKIDCNINP
GTHYVDKRWKVSKTSVLFVLVSFILLMCISLAWLVFYYVQRFRHIYHSDRKEKQLLTAAKKAISKLKTLPFSAATHEEDD
TCAVCLESYKDGETLRELPCIHLFHKSCIDPWLLYHRTCPMCKSNILKSLGVELPDSMPLSINVEAASGEMNTIQSHVER
QNDEREPSVPPQAWSEQESNCYSSSSSLVSDTESDRSTAALVTSVARV                                
>Hmag_XP_002158141                                                              
MTYCWVDSNPDCAVCLQQCLQPVQLPCKHIFCFLCLKGFAYRSKRCALCRSVIELEYFNNPIIIKVREKEDVSSSTSNKV
SVNLSTPSITYNWFYEGRNGWWQYDERASLILEKAFSNSKKNCEILIAGFLYVVDFERMVQYRKDNLARLRKVKRDSDST
DLKGVAGIKLPKEIENKPDSKNVINKKELLTNTSDNQLNNNQETLATERPFINLASDLSQNSSGVNEVLYGIQQVALKD 
>Hmag_XP_002159113                                                              
MPFTKRAYEKRRSRRVMIDLVIRLMSRLCLYSLGQKPNEYKHNPTLMETKCFIIRSFSCYEEYNFSTSDEIYVKESIKNK
NNKSFRSSLPEPPPPIMIKPNAKKLLSDSEIEEYVFYSHFIDERNKTKQSSHCQRVSSFNVSNLPLLLLSDSTDKVLADL
KKYTVLDTWHVVSHCIDVCEMYRVFQLSDNVKIIVLNRVEKQQKHDDSSNTCCYKEVPAGILQLIPRNDTVQKTKKKVNK
KTPYEFHSIHPKKNEAKKEYVIDRLEDYRNYSLAEKLGIFETKNNRKLSETDWENQKKLSLKRNIFSEPCPICKEPYIPN
RLEVILACSHVFHKTCIQSFFKLSNKVCCPMCRTQNNEMRVVFEGTKQTIIRCAIRIQSVWRGFIARKKYNQFLALNPPI
NQNIRRKYFRKKLLVLSNSLTETYSKHCSDVDHLLDSVAKSIVNCKSIFENVRLNESSQIDWNNIKIKAKEIANHCSICL
TKLKKGNNTLLSCSHLFHTACLNSYEFYCENIELFCPICRSTYLKNEVNNELSEINKLDVCF                  
>Hmag_XP_002154887                                                              
MPALIRSWFSKLDRKDAAYVEKFTSSYITPNLLKKEFNKVTNYKQDLSNNMSVKALPVAREIIAKYSIEEMTMELVLTLP
TNYPLSPVNVECGKRFGVSTAEWRQWMLQLTTFLSFQNGAVSDGLQMWKNNVNKRFEGVEECMVCFSIIHPSNYSLPTIA
CKTCKKKFHPVCLYKWFGTSGKSTCPLCRDQF                                                
>Hmag_XP_002167766                                                              
MSLFYSKNSDKTAKNPSVHITLPICCHICLGKVKDPVLCSNNHVFCKFCLDEWLKNSEICPACRTSINEEKPYKKILGSL
EDSSNINMNDPSIRTHMRRTRMKMIFEEFQSDMDCLEERLGIMTKENETLKEINADLCKRINEKEEKSNNICKETEEIST
ILKLSSKLQQMIIANEELSRSNVELKKELQTINSERESMMKEIKRLQEDSNFNSSPHKYNKYAMVALQTKNDNYEREIQQ
WMKALKNADNIIEELTIDLEKYKNMKRMNAPIGTDLLASQEDFGNGLRSYPSCLEHSRVTSPQEIIDNPQVRDEIGGDNN
SSSSYLYPACSKLVELTKAHRLQDNNFSSVRNLFPESTRRVSRIDLVTDQNFVTDRSKSCNLSSIRIDDNQSNIVSASRN
SEFIDAHSFSSKNSLISDNDSSPLKKVKVEGDT                                               
>Hmag_XP_002160653                                                              
SLNHEDSENSFINVLSDLEQFRHRLEQSRERMHFMRPNLLHRLRRRRSSRAVVTDGPLITSNMLDARNNVIPETISDDSV
LVVDDQHDDHEIALRMATDPNFSPPYYAISTEDSSRHPVTALRDADSSHFQEQYYAIHQRSREQIEQACRINQQARERLE
RIHYSISTLRYSNIRNRSSRVRRRDESLADNARRNLEEQEVNSADVEFVREMRPRNLDYLHTPLNDPIYPRTLLSRNLVS
NNFLMDSIWDRVPPPRLHHFQTEDFEALWDLTERIGPAKLRGLSKTELDTIPSFRFSTGTAKETNSKCVVCMSEYVNREK
LRRLPCTHDFHSKCIDKWLRSNRTCPVCRDDVKTANQSE                                         
>Hmag_XP_002159670                                                              
MLYGRLNSHLFGDDDKPTPQHILDSLPRLKVTIAQLASKASCCICFGEYTLNEDILQFPCNHFYHSACVLNWLKIKSTCP
TCRYDLTQMITSNDGIPEPNVINDYSQSIFIDQPINTNESIAQSSYDIVNPPSADANFSNHFHIGNSNRNSTRYDSYNGL
SSDISRCNSSNIETAYSSNLDNRDAYLCNDISEIRRSDVETNLNQCPSRSNAELRFSAIFEKEVDSSLINVESQRNLSKI
KSGTTLSVRDTKKPSRETDIW                                                           
>Hmag_XP_002162938                                                              
MGNCLKSRTVDRISLLRENDVSSTELHQELPPPYVQNYEEEPSTIFNLTPSNQSSSISFTEEQSLRIAHRLSLIQHLPSG
SFDGTKKRKECVICMCDFDIGDPMRFLPCLHTYHKQCIDNWLLRSFTCPSCMEPVDAALLSTFFTSE             
>Hmag_XP_002159305                                                              
MSEETAPLIEKFDVLKPNLNKVVVVVGSTGTGKSTIINMLYNDSVLKENLNQPCEIGATSNSVTKKMLWLFNARDLTIYA
DTVGLSDPHQSDLQIATDLKKFLETSKGGVHCIIIVLKYGRITREERINLEIIEKLFDKSWINNCIVVATFFDGEVNSDT



QMIDDDAQEKAIIGWTHDDVETSSLFNKVKGKVILTDNSLGRHEQANRKLRQQCLDKLKLFIESCTDLVAPAPITWLDIV
HRLLEKWFSFYRVKAANDRMKKIIDHLAKEYEKDQLQTNDCPVCLENVLYKDMAQTRCNHIFHYKCILLAINERGGPCPI
CRSPVFQVYSTAGLMS                                                                
>Hmag_XP_002159773                                                              
MAINNLTYTENSRENNISSIISFRSTPLLRGSHFRSASWSHQNISTVPRSAMETIFSPMRVIQQFQASTAVTNSNRGGVS
QAVNSNHMRTRSEAGMLTRNSSSVEIDIGGDLPDQPSDSTTNRTQDHMEFLGTISWLEKALPFCLLVLSRIMWDHRLGIL
VLVGLFGTFLHVNNSIKNQVGLKEKRLNHVCLGIFLFLVMNIFFIYFVFSAQHLENCLLLKKASFTKLDLWTVLWAVGIT
DFVVRFATMALKCILIVTPRRIVHFRMRGKYFLIIENISQLYRTLLPSPHWYAFFTDYNAGGEYFAVISTILYILLKLRM
LFVKGKEVLDSLRCFWKDTRYGKTPSKEQLIEFGDSCPICQEEMDDPIELNSCKHIFCEDCIVMWFDRERTCPMCRAKVA
DDPLWRDGSTQAFVQVF                                                               
>Hmag_XP_002170470                                                              
MSNNRYVRRCKQKALQNCNKFYKKSDVSSLSWKVAQDCVICLDVVVCRGVLSVCDHWFCFECIFEWAKNTNTCPLCKLRF
RCITKVSQVPGGSSKQTFRIKDKNQSNMAIAEDDYEVALGLVNEETSFDEDDHDADETFYPSSGEARLRRASSRNTFQLR
RFNRNSHLRQAHITSQSSSSMSSQTSTASTTTNINSPPSCVPKVSQTNSVIYSDTSEDEISQVQQANLKKRKSETGLLTI
TDSLKIISTCEAKLVCQAVLADRGLLVTMLTFVN                                              
>Hmag_XP_002168887                                                              
MGWDIDRFPEGEVHLELVCCICTCVLEEPVESPCRHVFCSKCIRTWLRNQNSCPQCRSTVHKKDLISALPALKNIISKQR
IFCEFKDLGCPDIVPIEQLESHTLVCQYGLIACLNLGCNVKVLRKDFKLHSDVCAKRMVLCDLGCEMFYTVGEKATHNCI
RSLYSHFQDVTNELMSRISKLEEQVNILTSKSNQSTQTSCLTLPNGVYMSAPFSNVSSQSYEALNTTGNDHHGLNNANLT
SYPIESSDLSDVVESIDSDATHEISPPVSPTMSDICDDLVQNSNYFIRYFRNIERTYPIRRPHRRSRQAIHRSRSPQIYS
AFQGSLHLNNSRNRINQEDNRRLTDNDRHISTDPIILENVSEISASSTESDTE                           
>Hmag_XP_002154980                                                              
MNRSTCTICSDLLTLTDVAACLCGHTFHYHCLVAWKECSPTCPQCRHKFTTPIKLFFDLAVTDDSNVDVSTLKVQMDDLK
INLTLKEQECLKIKEKQLSYEKEISSLTHELQSMSELLQNAQGHNSILKKQISYLEKVQSDYEKSKAEVVSLEKKLNSFA
NINVLVKADRQEVESILKNCADSSESLIQIKTSYIILKKVLGVIYITPNTHGKVYHGGTLFGKSSDDPSLLAKTVLGIMI
HKVVICDGNRVNQAFFKLYRTIPEKSWKTEDFQDYLNEIAIAPKPIERQNVSTCLKVFSDKTYHALLTYSQIISNSKDTA
IFINKVITWWKILNVKGRGADVRHNDPLEAPICSPDDCRRNTLLQFGDMALEMYCKNGKRVKQLSNDTAKSIHHTCYGIV
ELCKYLLATSHDYVLLGMFTRDHLEREFGKLRQGSGGAYFINVQQIIEKLHINHTSLLLSLNIDIDSFDFSSGHECASCT
YVLCEAGIEIFDNLEKLELSISDTTKMSLIYIAGYMYIYHKYYVNHNHYAFDKLQDTKNKLEAEKKQLKRHVETLERECR
EHRGKVDSLTTDVTHLNEINKKLMEKVQNLECSFNISSPFIQPSKKNIAESSRPVIKRSRFYDEGFNDKNDKNTTIELFD
DSSDLASCFHENDDIEIAELYGLKSVATTNMAEQRVPLRDIKSSKLNIKLHTQTTSSSGHLMPQGFNGMGGQSRVLVLPK
KSFSTIAKTSAAIRNARKLPKSKSKHNLKETKIPDFLGSPITLSP                                   
>Hmag_XP_002165462                                                              
MAYCCLFLFGKVIQKLVLGDLRVSEEQHLQDKFWNYIFYKVIFVFGVVNAQSISEVLCWAAWFSMLGFWHIFGQLCKDRY
KYLTSSPFTPRSKHVKLMVLICVICLSSTVMGVWAVSYGYQESVNIMLFMLAECILLGLKSLHLLTRYMFQILEIQTGNF
DKKSKVAYYIDLISECLVLTVDLCYHVHMLVWSNVFLSMASLVLYWNIRSIVSEFKKCLKMHRLYQKVIKSVSTRFPLAT
QDELNEVADHCAICWDSMETARKLPCGHFFHHSCLCSWLQQDVSCPTCRRSLTKDMGLPPNLLNEEVHTDELPDVTMDRN
ESVNGFRNFFFFLDGRQIANWFPSFSIEVFHGRLEQDQNEMNRQVEQLLRLFPHISREAIVSDLQQTGSADVTADNILEG
NLTPMLQSIQSPSSEEN                                                               
>Hmag_XP_002155882                                                              
MICQRNTFASCAFVPALLSAEIKCPVCNRRIGSDEVEAHLQACLAKPKVSYNVDTLKVDAGECIICFDDMNIGDRIARLP
CLCIYHKKCIDDWFKRNRCCPEHPEEIPQETPSMTNIQDQSINIACSNFEIENTQSSPESQNITAEKTVNSSIAIADTNS
TNLDIVSEIPYNPGNSPNFVNACSEMENLPNLENNLDMNEKTDSLSHVLNELESSSQLTNIVSSTFHKTLVHVDEGSVHG
STALFEDNELEQIASKMKTIIVYDLETDNNENT                                               
>Tadh_XP_002115509                                                              
MTKKAFIALIMVLMLCYGNAEVIVITTANKTFSFVDIPANFGDRLPKQGLTGTIVNAIPRDGCSPIQPPPYTGPNWFALI
RQGNCPYSPKVYNAQLAGYRAAIIFNRDSNELIQMNGVLFVNKIQIPSVFVGSDTGAQLSDAFNYISRSTIIITPTLPVP
WSYYVTSLGTVAVTCVAIVLGVYQNKVARRRLDKTVPIFKYSEALDCQDMCAICIDDFALKDRIRILPCKHAYHCKCIDP
WFLVEGKRNCPLCKLSIDANDSNQISVGHETVSASNNLPNVVVDVSESSSTENLLERSTISTADQFNEVTPLVTQHSNL 
>Tadh_XP_002115508                                                              
MSVLMVKYYLASTVALILLLHKVNGELYAGIINTANPIDACSTIRPPPYNSSKLNWFVVIRRGGCDFSVKVYTAQQAGYA
AAIVYNNGGSNEITRMEGGPDFAVVQIPSIFVGEETGFALRESFFYATGYLNLFTNRNKREANINPEIQAFILNCLFLIF
VTRATIVLARTFPSLWTFYCLPFVMIGVICILMLLGLAISGLHMMVQKHRDRNRLRRRVDSLPTKKFKKGRDDQIYDVCA
VCLEDYEDNDKLRLLPCNHAFHARCIDPWILGQDKSTCPLCKQPINKKAEQTDCECNRTEEETEPNQYAASAITNHEDAE
AALGATGTSESTPLMLYNLQPEPTLSDSPK                                                  
>Tadh_XP_002110735                                                              
MSRRRPWRRLCPDVVDQRINQAMQATIYIVHQTGPTGFVIKEDASDRKYKVSLGEEHSCTCRTFEKEKELCIHILWLLIR
KFRIPKENPIAFQLSLVEREINEILRGTHVYTNTSSSNKDKKLVNDTDDKRKTIQQREITKEDVCPICQEELLDTSEPVT
YCKYGCGNNTHIKCIKIWAEHQKTVGEATIKCPLCREDFGSLQAIKEEMRQSSKLKTRAQRGNFHLGVTCNNCRQCPIAG
NCYRCAICYDYNLCHACYAQQIHSQHSFNYREKSSQRWKQAPRITGQTLPDAVIADLVNREIENEDYELLLQLDSAIDQN
QVDTLPEEVIRRFPIEIINSDNPLLNQDIKCRICMLPFQIRQYVRKLPCRHKFHVQCIDHWLMHERSSCPIDGEIINPVL
DGATSIGRCNRNNRRKAGHHHNRGQRHHRQDPIEAPSLAVTAVQINQSGTDSNQLQRHRAENLSHEHAFHQRSVVHRHRN



RDHSVRPDTDLDFTLSGAGLQISDTGPHRDNDLIQVRHDKKMSRPPLYPKHKEKYGSSKPLQRAGNMAVVAQGVATSIEH
NQNTLSSNNSRSFSAEDRQKNNRKSSLTRKLRKTTSLTSLTAPGLPSVHGNRVSRSDEGSKAIINTTTSGELTRSNNRVH
KGLAIATVMKVNQTSMTASNNTNQDNGAAGQKRLILPPI                                         
>Tadh_XP_002109897                                                              
MLLLFLIIILYVICTSCPYLHGLQCDICGRQCLIPDMPEQWKEHKDECIMLLEKNMEYSFAVQRSEGVSCSICMEDVTAK
SSRTERRFGILVNCNHPFCINCIRQWRSSTSYDNTIIRACPICRVPSPFVIPSEIWIEDTAEKNRLMEDYKTSTSQKPCR
FFNEGNGTCRFGSHCFYRHGR                                                           
>Tadh_XP_002109608                                                              
MASLANGVADDDDMDDLPHNSDSSATTAKKQKVVSDDNSNDEIDQFSIHLHVNISKVETVARTFEIGQFKAQITLDSTFD
LQAIDAMILSFGQCNDNGLATIQLNDNYERKLLCSIHLPTHVLNAMDILVNKYRNKNGNAASLYLHAMETDKQFVNLTLS
LFLESPAFARLPGPSASIANTGASHLIQNVPVIIRHFLGGQLNSEDFEVSRIPGTAADADEIYRKIKSSPYAMKSDIDDR
THLQHQNLLPTLRPYQARAVQWMLNRERSSTSAQDRSIIHSLWRELKSIDGKQFYFNPYSSRITISRFNIAPLPPGGILA
DEMGLGKTVEVLACVLLNERPTNILENSTSTDVSGNNLAAKSCDDVCERSDVAYQYDCSDSKDADKVDEGKNTSTLRKRI
HSQLKDSITRPSNGNSCKLTCICGGLNEDEDSEQPKTAQCQICSIWQHPKCVRPDFDYCSEYICPHCIVRKPTIASGATL
IISPSSIAYQWKEEIMRHIDKAGFKAMIYKGVAKEGFINPSVLANYDIIITTYETLQQDIYHIADNHGNVQKQLRFTRRY
LALPSPLPCINWWRICLDEAQMVENVTARAAEMVLKLQCIHRWCVTGTPVQRGIEDLYGLALFLGLDPIHERVWWRKIQL
PEQSSSMNWLKLSPIESHFYQRQHEECSTDALKMLNPLLRLRQACCHPQAVTSSGISLNRGRLTMDQILESMIKKSKTEC
EEAQRQIIFALNGITNILKNTDSVVCYGFVCNAIYIHVLGLAGVHVMKEELVEAVDRYREAIAAWEEYKDRLHTDSIQKI
HTLHNLNDILKNHPEIAQDCGRTIRESRLDHEVEQLKLSYLIKFKTATVNSREILQQSKQAISELKSQLDEIWYLQLLEK
FEVLGLENQLITRLQQRLSTQLTQMYLNSTEMAGSFTNITGLKYVATMQLDAITESREALLKLIYSIDQENFQLLVSSAA
DCHLRPSKLQRRKKCKICEANRYFEEYESHLFLLQRRSKEKSSNLQENLNRMMTTKQLVSRADSEIERTLKAIVAFAKSY
VNYKDDDDDDDGGLNASQSEMHTERFEGISDDEHQIREMIRSGRHFLSLLDTYKKEFNHIRALWMSIDDHIAALDELEMA
KTRLRKQCPGEEVPDSAQTYIIPPGLVEQTRFRFLSDLSLGKIELKKKLGQLSYLENLSKARNFSSHENEDSCPICVRKL
GKEWTVLGCGHCYCYDCTDVMIKKCAQNDMRQQSVKCPLCRIKTAVPEISYASLDDAASTSEASDIKVEWTVVLNLISQA
LTDNKINHINAKSGQNFQDSITKFKYDTSIPVLLLPLKSGANGLNLIEATHVILIEPVLNPAQELQAIGRVHRIGQTKKR
GKDEVPITIDEYKSLFLKSDELL                                                         
>Tadh_XP_002107931                                                              
MATALINDILSDSTSSDDDSWIQDDDDNGETVEESCAICLSHFTDQIIAIPNSCQHIFCLPCINEWSKLANTCPIDRVTF
QTLRVFRFIHGDKVDEIVIEKMNEDTDESDLDLTYCEVCNECNREDRLLLCDGCNKGYHCECLTPPLEHIPIDDWFCPDC
SITENIGSLIDANRVEVTNAPSIISDSRNQSNTNNDENELEVTQSYSDTYTGRRRREKTYRKRRKTSAKTSSKRSRPRSK
KGRKRRRTRSKVSISRRQNNRRQSARTVASRHLQFLLDRVRSNLEAKNLLPSKSTPKSIMTSNMHSKSFVAGPSVLGITS
DNGLLPFYPNEDEDINHQGNNDTRGHGKGSTKYMEMVVTYHSSQHQEAFNRNDNNYNQIKTVSPIVDYVSKITQEIENLR
NIKNASVLPDGSIVMQKSNATPNNQVTARKSSNEVVSSTSAIDCSTYSPNSSQSEDQMDNRKQSTSSISLSSAVEANSKP
KFRESMRSELFNKVKETVRSYAKQYFRHGDIDKNEYKVIVKKTIDKALISV                             
>Tadh_XP_002107666                                                              
MAFSRPLWMFCNCIILATLAAADVSVVSGNFSQSFNDIRADFGPSVSEAGLSGRGVIAHPLDGCSPIRRPPNDLTFYFAI
IKRGSCHFDLKVYHAQNANYKAVIVYNDLSDRLEKMDGKNYTNRINIPSVFIGNASGVQLLKTIKRDSGALINIYPEYNF
PWDFYFIPFAIVICISFLIMSLILVCKCREMCIARRETRLARANLNRLKVVKFKKGDEYDVCAICLDEYNEGEKLRILPC
KHAYHCKCIDPWLTDNKRECPVCKRRVNLSARDDCENPSENTPLLANA                                
>Tadh_XP_002116960                                                              
MAKKAVSKLPTKRFTRPSEPSSEDDNLCPVCLDEFVAGDVLRILPCKHEFHKTCVDSWLENKQTCPLCKSNFLRTLGLIP
SDDNTSSNNTESEALSQLHGRDISLNAIPGEEQAESNENNDSDSDGFRVCTIQVASSSPTERNLLSEDSNCYHIETEVVL
STERRRSSASEASCDTLSTVGSSGKDNSPLIHEIRKL                                           
>Tadh_XP_002116583                                                              
NCIICFEEVTAASGFSNEDESSSRVVMLSQCKHYFHDECIFACVQSKTSEFLECPKCRTLHGIKTGNQPEGTMTYVVQNG
MQIPGFNSTSAIVITYNFRSGIQGPQHPNPGARYHANAFPRVAYLPNTAKGQEVLRLLQIAWARSLIFAIGRSSTSGADN
VIVWNDIHHKTEWQSNYSGHGYPDPDYIKRVTEELHAHGIR                                       
>Tadh_XP_002115912                                                              
MERSPAISALFHLRMISLVICLGATDIYFIRNAYHATVQNGASVQIVFGFEYAILLALVITIAMKYLLHVIDLQHESPWE
NKAIYILYTELVTNFIRAALYSLFFIVMVKIHAFPLFAIRPLYLALRSFKKSLHDIISSRRAITSVMTRCPDVTPEELAN
MDNVCIICREEMTTDCKRLPCNHVFHISCLRSWFQRQQTCPTCRMNILRATMQQPEVQQPQAEENVQQNQQQNQQDQQG 
>Tadh_XP_002115455                                                              
PQQTQQQQHCSEAQQSKLMQRLAMIDHLPIGTYEGHKSEKLNECAICMNEFVVGVPIRYLPCMHTYHVECIDSWLVRSFH
CPSCMEPIDVALFSSYVNGVDIDAAFGGEESEYCHYSFN                                         
>Tadh_XP_002115256                                                              
LNSDLPFLSGNPNVEVTEGIIHLFKENQMTSLEENVLRSEMLCMLAVPATMSCNDLIQFAAPYSPNIEHIKIIRDSTPNE
YMVLIKFKDQTCSDEFFKLYNGRTYHSLEDKICHLVYVSLVETMTSTEGASFPIPGLTELPNCPVCLERMDESVEGILTI
LCNHTFHINCLTQWGDSSCPVCRYCQSPEVETESICFECDDQNDLWICMICGNIGCGRYSAGHAYSHFQSTEHAYAMKLD
NNRVWDYTGDNYVHRLVQNKSDGKPVAISNNDADDEDKRDSLALEFTYLLTQQLESQRRYYESKILSLEGETAKKLSLRE
EEVQLLKKSMSVLQQEHTSTVQQRQNLENKSLSIGNKLKKLAKELDEEKEMNKCMRDNQAQLMERLQSSDENWKKKEKEH
LQKINDLQDQLRDVMFYLDAQKKVSQSPAEAQKDIQDGNISVGAAGCSATSASNPSHARKSRKKRK              
>Tadh_XP_002115227                                                              



MSENTEESDEIDSESVELELEMLKEIYINELQVEQQCSNQVAIRLIFQLNPGTGDDASKQYVRLKLVIDIPLKYPIESPI
FKIENPRGLSEAHIASILANCTELAKSREGELILLELVEYVKDSLTANNIPICKCAICLRHFMDASNFIKTDCYHYFHNA
CIMRYKRHQDDNNEELLCPICREPLDNIDLDAFKNLSLKDGDQTEEDDSEYVHSKDFKLWQQETAKIYQKQLENGGIIDL
EKEKKRFLVTEATTLSPTSKQVVKSGDDSRAELNTSYDRVYETPRKEDFKVEDRISKTLPRKNITESHSYQSFNRSHKRH
YRWTSKNDYVRSEAEVNRDNNLTRSEFHTPSKHNSPPARSGQATNRVFDDHSSKSSRYRGNKGDKKHYRSPNHSNESKDQ
NL                                                                              
>Tadh_XP_002115187                                                              
TFVHGNNTVRRQVALKERRQFRILLWMIIFLLGNVLFIYYVFHEQQLYRCLYLMAANFKECTIWNVFWVVGITDYVIRFV
TMMLKCLIASLCKRVIAFKMRGKYYMFLEHLSQLYRMLIPIPLWSKYFSENDDVGHVFSVASVAIYFAIKVCLLIFKQIQ
YGTTPTKEELIESGALCPICQEEIKEPIKLDCKHIFCDDCISLWFDRERSCPLCRARIAHGPMWRDGSTSAFIQVF    
>Tadh_XP_002115148                                                              
MLITNGVAGIIINVGDNEYLTNEIQNTANQFKKPILIVKGYQGNDLSLIYSKLQEKYVRTKSIQVSIDRVENPKTEVYFN
LNGFIEVCVLSSFLIIFFIFMMGLFIRMKLQAKRYGKIRKLTNKALNTMKVYKYESALLVKSSLHSLQTLIRSDNSDYSH
TTTRVAVDEPTCPICLETFLSGEDIRITPCQHEFHKKCVDLWFEENYTCPLCKSNILEKVFKKLQIERTTNGVQIHYGDM
VYV                                                                             
>Tadh_XP_002114733                                                              
MSKRRRIVTHEVSPINLDCAEVGNSNQPIIDLTKSDTPIKASRKRARIRDREPGQEHTERDHSIIIISDTEEDTNVINTS
ERTNRTSSKLTSVNQHWSSPSSQPLNSVNDNTSPSPVIECPICKESYSQIKKTRTLQSTVCGHIFCSSCLKIALKRKNEC
PICRKKVLAKNVHDVYI                                                               
>Tadh_XP_002114602                                                              
MRITGSSSNKKLEKDKVCSNVSSVSQLNDGLSKVLKTKVKKEETSSIGNNLGDRTRPFASQDIHSKYIMSTSKGQEISSS
IKEVTDRSAGPSSSSVRRHSYASNENNCRLNAKRPRLEIPPRSEAADRSAGNSSTTSRYGRTLQNRERQGYVPPRQERSQ
AIADASNRPTPQVPIVGPQVETARAASVGLTPQHTTDPALAADNTSLSYGYNVPVINHDGARAEGNSVWPSLPYICLNRQ
HYQQPDTLQSHQLPSLDMQTGPIQPPMANNPMFPVEVIVPNSNVDHFTNNVAPHNSLQSLPYPPFAGSTPYEINNNVTPS
VHTESWNRPINYRSTPYHGHNPVMMHTYLPSGTFHQHVILPSAITTSPGFVPIPVVQVQQGTNNMSFRPLPPRSPHQQGS
MMRFVNTISSSPPVHAFFWLPDSRSSRLDSQSGNYETMFAGFGDGVGDNKRRGLSKTEIESLPSFRYADKPEEEKKASKG
CVICMSDFEDIDCLRVLMCKHEFHTSCIDRWLKTNRTCPICRGDAIKK                                
>Tadh_XP_002114547                                                              
MTAGWFLTAIKIILLIVYLICVLLSCKYWNVQLWKVGDKAARLLLDPATFNLKELIEIIDYRGVSDLNLHDRTNLSYMVN
ASGLMSEEEKWQSAIIMAQSKKREAINFTAENYLRAEIEDNTPGIWLLRIDTRNSSKEDILVDNLWDDVVPKLYTLGVQS
GTIRCRTCPTICRKNNWTKSDILLLRTTASDSDWSKGILYYPGRLANANSSSILIWMRHHLNSHINHFSTRNFPQLRETI
KKQSGIHVILFSTLTVAPTFISSLAIKFSGRINFSMVTIKTINDTIQNLFANEFNVEKLPTYRIFTPEKNFTYGNRHGEY
YGYHCMHEFLTSLYPATNDIFVAIVIGINLMCLLKLLLIDGTFLACLLKFIILFCQYNFAVVLLWFPMYNFFTSPLMHIV
YDLTMMVMRCLMGTDFVAAIRRSTHLTHPGCLFMLLTESIIFASVIYYWIECQEGQISGTESMASCNYLSLSSYQSSLYS
ILTYRSACERYSREDIEEGIDILIEHFAIPKLYVQPLVPMDYIQSLPTFTYGDKIRFNHPTWKEKLNWKSDNTEIAQLEE
NITSEQDYNCDDNQCSICLTNYINDDYLCCLPCSHVFHHDCIVQWLSIGTINTCRCPLCRWPAYRSYLQPSSACHATSIT
SNEDSS                                                                          
>Tadh_XP_002113939                                                              
MTPDLSIYRCRLCRYVLWDATSTCENERLTDTNLVYLPIGEHHIPSWINKAIENASWTKGKLNCPKCNGRVGAFDFISSV
NDRGHYHNNQEWIDKRSVWMYRNRVDKFAIGESSHLPDAITANSSRIPASSKLKLFKTPLQTQRNRDTDETHHDSDGLLR
LDSFTDNGKSIVKQPTEIATANTEEGVRKVRKGKKRQWDHHKQNVRHLDMKKTSNEFSKCSNSEVIIKTAEVVDEIASTG
QNIPENMICPVCLDIYYRPYRCNCGHIFCDFCIRLLAKNKLDNSDPNVLCPLCRQSIKYIDDCKELKEKIKQQFEKSYIR
RRIEIRRALKSTKLVMPFNKGKLGFATY                                                    
>Tadh_XP_002113781                                                              
MDSQPGADELVRSSQKDVYYLNWLKDIASDVSRGILGSRLWIKWQRELQILTELAYFGLSTLSGYQTLGEEYCYLIQVED
TRKSIPSFSRRLLMVLLSTLTPYLLEKLLSKLEKEIRSPELLRTLSEEDRRRLKLLIPVLKNLISLFQQIHTISFYFNGV
FYHIAKRFTRIKHILVRETEKDQLASITYRILGWLSFIQLIISIIQWLPLYIRPSTSQSNHPLIPGHQETSQMHHQVSTT
VNIKCCLCLESCQHPTCTPCGHIFCWHCIAGWCRTKPECPLCRESTEASRLIHLHHYNPI                    
>Tadh_XP_002112895                                                              
IRTRTSLNEVIATYTMGEVSMELIVRLAANHPLRTVIVETGQRIGVPIGQWRNWILQMTTFLSNQNGTIIDSLALWKRNI
DKKFEGLEECMICFSVIHSSNLALPKLTCKTCKKKFHSTCLYKWFNTSNQSTCPLCRSLF                    
>Tadh_XP_002112803                                                              
MASESSQVKLRFTLPMSCHICLDRVKEPVICANHHVFCSRCIEAWLQYHNCCPACRTAISPESPCKPILGISDDNSSNKD
DKDFELTQELRKVRFEIIRKEYEEEIDQLRVMLKSFREENIKLVETINNLKKRKYCNCQHADHCHDEEIPSKKMRMQEGY
DSPKTIWRIADELMVATNSCNDLLSEMKQINESNKKFREENEKLKEEINRLRYERASPTKTYRHGRYVMAAMQSKISCYE
REIEQLKKALMRSDKYIEELTSNYVKELESDKNSESDDIAKNLLLNDDKVKESPIAQSSKYENNSSTSCGVVRCLFPGDS
TQ                                                                              
>Tadh_XP_002112487                                                              
MSRGFPNHERGAHGKQKHQGHEQMHAEMLLILFFALIVGQIVLVKWKEKHFTSFQAVTLIGMWTIPFYYSIVKLFWRMLI
VWTVFTIISGYLLYRSIRGPIYGSIPRRIYSWFYFIYKVTYFLGIMGYLVVLGVFLGINVLVGIRPDIALSAGFLAIFYA
MYYGVLARDIAEICANRLASKLGFYTGTGLPKRQLTDDLCAVCGQKLPESYVVVGNTSVNDDDEGDSSSITTPEKTYRLS
CNHLFHEFCIRGWCIVGKKQTCPYCNEKVDLKRMFPNPWEKVHVAFAQLLDFVRYLIVWQPLIISVVQGVNYILGLK   



>Tadh_XP_002112114                                                              
KTNQVVVNMAYCTLFLVARLVQKVVFGELRVSEQQHLKDKFWNFVFYKFIFIFGVLNVQKLSEVGMWCAWFSLVGFLHFF
TQLCRDRFDYLTFSATFNTGTHGRVLLLLLGILGSCFTLMGISYHVGLEVGLNTFAFMIVECFLLALNALNCLIRYGIHL
WDIGHEGVWENRGTYLYYTELVIELAAIFIDFFHHLHMLIWTNFFLSIASLIICMQMRFLFYEFRRRVAKHQNYVRVMTN
MEAKFSMATPEELKEHQKCAICWEKLESARKLPCTHLFHSSCLQSWLEQDTTCPTCRLSLADICPDTQHVDSRYQEGPYS
MHGQAAGADGNLVVNARNHYFHFDGSRIASWMPSFSVEVTSNREMMMPHQTEAMAMQIHSMFPNFSLNAITADLNLTRSI
EITTDNILEGRLNVAEVIANQKCVATL                                                     
>Tadh_XP_002111616                                                              
MDNSSDRNRVIQDELQEIKNKLNSLIKESTILTCNTELVQVRIRLTKHKQIVASIQFPANYPHDVLLVEFKSKTISEKIL
DTLLNLCNSEFKKHKGQKQILYLLHFVHQFIVNNPLCICADEVRHLKNNIVDAQRGDWIKIKQKSSTILLRFQQQRYYIE
TKLAIPHHYPVACATAEITSTNFPELLKKTLSGFCEEIARKCVEKPLKPNPKDPPFIPQPSLQPVTDYIVNFCRKHAIAK
CPICKKLALPENPSQIVTDIEHDSYVERVYCDHLFHYGCLDKHMKKPPFTGGKKCPACSKRIYHDRWKISARTAEDRWAH
EQARKRELDEVIDFLS                                                                
>Tadh_XP_002111455                                                              
MLFVVKCPICSKKLNRDDMQEHLANCLSKPRLTYNEDRLQSDSGECVICFEELVAGEVIARLPCLCVYHKACIDKWFEVN
RVCPEHPDFKYEDYQENLNMN                                                           
>Tadh_XP_002110348                                                              
MAEATVEDVPSTRYFCYNCQEEVSSKSQSNLCPQCGGGFVEQLEGDAKVEDIISDVSVDNENINFLSYWRGALENNTDDS
ADESEDESAFGVNFPHRLNLRSNSRRSRGSQTFEGSPGQSGTTTVRLERNALFNLHSSPGDYAWGRGGLDDIISQFLSNL
GDSSGPPPAKKSIIDDLPHEVITSEILETNSECPICKEEFKVKDTARKLPCQHYFHSQCIVQWLQRHGTCPVCRLNLAEG
SPSEEANNGGNSSSRRSGNSRSPNISNSSRSSRRRSGPSSTLV                                     
>Tadh_XP_002109650                                                              
AVALQDHLVRSLSLNDPLNNRKSYVSPKKSTRKTKAVSKIDTGVKKPTPKKTLNTASHEKEYVIESRSKPLTLAQKFGII
DTPNKPLTEEEWARLKDKSNERQDSSLPCPICQEHFGNQQQILLSCSHVFHRTCLESYEKFSGRKTCPMCRKVEYQKRVI
YEGSKINRVKCAIKIQSAWRGYVVRKWYANLRRTMPPKNPLLRQKFFQAKLAEITDTLVSSVNTDVDAFLADIDSSVAAS
RQIMSLADTSYDARLNENEWKKIQVQALRRSTLECPICIAPIEKPRASTSKSKNGNSKQLVILSCSHIFHQVCLEAFEEF
SIQATKVCPVCRSHYVKRKLDLAAIAN                                                     
>Tadh_XP_002108686                                                              
MSQTSSVQGPRVVDLTDNNSDRASDEYTNESTETESEEDDVSDNQGNRQQEETNQLPQASAEKSNESDGDICSICFEPFS
NSGDHRLSCLKCGHLFGFGCISKWLNGKKGNSAKCPQCNALSKKSDIRILFAKSIKVIDTTERDRAVEDWKRERMLRLAA
EQHVEQLKLVNKEYERKIAQEDERNVGKHQGQSASSSKGNLYENSPKKAKLMPSGYHYKTTVQISQQGNCRVMAFDVCSA
NLLVSKPSQNRLFPGFGIVKISSLDVRNPFFLKLHNKDIRDLKFNQSGDNLLLSASLDKTLKITSMSTDNVVQT      
>Tadh_XP_002108239                                                              
MSSTSPHLPDLRQKLLSKCATGKCDAESYEFAKQLLNTEVDVSYFIVNLKRYIRLNQHQNNFLNIMIVAMYFLSKYASNL
LNAGDNTIWRTIHLSNKVFQEKVYPMHGATQILSFMGYTESTSGSMKFPSNVLLPDYSKVAKILMDLIVGMVELKQLVDY
PNPDLLTNQTKSKESVSANKSKEGVPNESHQNSSVTQKNQSVASTQCLSKPPVLATAQSIQDKLIMEKLRAAFVDLLHMD
ERIDVGLKLINFGYSDEIAITAAKSCTDIQSALDFLDRQCVICFDTFPANEVLNFSVCRHEFCKDCLSKFIESTVKENSI
LKLNCPVCQMPDLSMASGEYFSVVDQMVRNLVKDGYLAKEIYELYDMKLRDYNLHQDPLFLWCPHCSNGFERDPFSPLKV
QCNLCLKFTCYKCRIKWNKLHDDVNCEDYRKRLSEKKNEEELLSILNDLEKTGLQCPSCNCKFEHAKGGCMHMTCSNCTF
QFCCGCEHQFYENSKSCQFLNCRIDGLHAHHPRNCLYYLRDWSVDRLQKLLRENNKEFDTSMPSDHDGRCHIIELKEKED
SATIETEERECNREAPVGYRGVCMKHFKEYLDGRGHN                                           
>Tadh_XP_002107772                                                              
CAICMDDYKKREKIRELPCSHGFHARCVDKWLRQHNSCPICRENINPTV                               
>Mlei_ML003018a                                                                 
MSWNVDAPEFVPGRRFTPQTFTASPQDTSLQTSRSQEPPATSSSRNFSTDKTLSSSSGDGSWRYSDVTAAHSRPEGNAVE
DSEVAGAPGTSGQLCPYYLEAGSCEDGEFCINIHGLLCRHCNLYCLPPNNAKLQKCHEDICAELKSYEKAAEASRELTCA
ICYEVVLEKDDKKQRKFGLLSECWHTFCIECIRKWRSSQTKDQTKRNCPICRKTSYFIIPSEVWVSDPAEKDRLVQGYKE
HLATKDCMHFNKGRDHCPFGANCFYKHALPDGTIVPDNVVKRRVNSQGDFVVGSRPLLSDFLDELLTYSASTTHHTNQLA
ALRALFQELNIHPQ                                                                  
>Mlei_ML012711a                                                                 
MYNKFCCFYSDVKCTTTHGMGRSVTRSQSKSGSRSQNKDCGDSSSKSEETLKSTQTGRISKRKTKKSSMSKRDSSGSNLE
ESVLSLSLEDPATLSQEPCSSKLLPSTQGPAVAAEDSSKVKTSDLEKPECSICLQTALQPVALPCNHIFCFLCIKGAVHN
GTNSCALCRAPLPRNFIFNPEVIGQSSSSEDNSTEETAADKWYYEGRNGGWWEFDVRTAEQIEALFNDGSCDGPKTLELM
IAGLIFIIDLNAMCQVRKNNPNIRRRIKRDKEINDKKGVAGIVKSSRRNHGNRSRGTPV                     
>Mlei_ML016210a                                                                 
MGFSVCPICTEDLRDDIVTTKCGHIFHEICVSQWLKNNRACPTCRSHASKRDLIKLFLNSTEDSFSLSQISEGEVSHEAL
SKCQKLNVKLNKRIDDLNELVSNLKSVAEEKDRENESLLKSKCSLERELKNTRSTCSNLKTKMKYMSEDVEKTKRLHERT
KLLEREVKTMRGLKTILEGSQSDCEELLRNTSDIETMAHLMTGLKRDYNLLQKSKAEVQQQAEELQRKVSYSRVTIQTMR
EELEELRRDKHQIEQDLSTAERRNESLCKKIGEFEDRSLNNTNLLNVSKHAVRRSLPMEQQTPIQLHKRQKQEQSTPILF
DDDLSELDREFEAELSRDDDLDRLAAELGVDVKVATTPDPKFRDVREDNLFTKVGFDGLGGTARIRKPLPPPRSIFGKHN
KNSGSSLARSATLGNFFRKL                                                            
>Mlei_ML019117a                                                                 



MTNKRGTTQSSPNFRNSTNDTSSGSVPNSVARRRSQMGSSFSSSRRNALNNQGAGDQEVAGSSGVANVYSTRYSRRSLNQ
PQRVASASRYNRLGRRHTTTASSSSSVVRESSEQTPGPRRSARISSRLIERRLSSTLPIPPPILSNAVSNPSVSEDLTPT
GLPGVSPTAFSLPSRPVSGRLSTTSRPSSYNSDSMEAATSDTPDTDIQSVEIVRVVPHRLIEIPESEPFEPRPPPRYRPS
SGRSSLGSGVLRRARRLLRESTSSSTPEPEPTSGIANPAEADSSGEVTPTQPRRQFREIRFSHSSGSVGGTGHILQVPGD
DHPTTSHSSADEALRGRLYERAEHEALNNMIMSTSVTANERLQRLRLLRLSRTQQETDTTARERIITGLLRRRETAGDSS
GESSGAGGESSSTSGPTRVRMFEVPGAILMEDIRPETSLRMSLVQAQYLQEVLLRISSLLDNLHILSQMNERIEDDPRLR
TILAFATLDPDNMTYEQLLMLDELLPKNQGATKEMISNKTSLQQYHKSDNHENDSCIICISDFEENEGIRLLPCCHIYHF
ACVDNWLKRKKTCPMCRSPIDEMPRHTSLLSLLLSINLYLSHSNQPRDDFYELSEKPSKSPLGDENDLHYVRFQLGRVQV
FRLLTVRVSRYSDFCESCSSSFRNSSSFRKSSSKSLRNSSRSAGETVPDRLEEQFQISWRNSSRSAGETVPDQLEKQFQI
SWRNSSRSAGETVPDQLEKHIQFCRGCLACENNVRYFQKELCIRHDASIYDAEIGPAVWQVDIGLGVLFSICLVLALLGN
AVILFLLARYKPYISANAFTVLAVTLSISDILMVVLSGLPSTISLLQMRKTMDQRFCDVSGFALNFNMRLNSFITTCICM
VRRNKYIGLEAKNETKRSAVIVIIRVTILTLICCTPQLAFSIYTKCNRAYDMNWFSLRTEMYLNYMFGQQLIIYLRASIN
PFIIDMPAYLKRGKAMRKTKLAMKEHGKLSVASHMTCTNTKVIYRARPGTISYGNSVASTPINTPRNPEVELKVPSREGD
RCPHRDKVNPALCPQRDTSRAPMFEQHSVLEYRSAEEMYGNGHGERDVSPRRMYRKKRRAKSTENVSADVDMDRYDRGVQ
NGRAGETGKRQIKIRRSKTDCGARRGKVLARTQSAKWSQKFLIGHNE                                 
>Mlei_ML02114a                                                                  
MTWHNANEFEPGMPNHIERQALPPGVSSLEELKDEPLCQHAIEGNCTNTDCIFLHGFQCDHCKKPVIHPFDRIQGRTHVE
LCSRTAGMLKNYLQLIKDSEVEECGICYDKVLSAEKKEEDRKFGLLPGCMHKFCLACIRRWRNCSEGAVSQENRRSCPNC
RQKSYFVVPSQVWISDSGHKKIYIEEYKKDLKRKPCKYYRHQGDCPFSSNCFYSHEHIDGQGEVYTPRGDREESLQLDNI
VLDEDRAQDTIGSRIIQVRETLNALRVSHRMAEAGDSLTNLMREIDQLHESLRLMGLTQNNDHNRQ              
>Mlei_ML022312a                                                                 
MVSLRQLRPTTSTMLWHVTHPFVQLINAEKAGYELVIVYNDQDDRLIPMNGDADPEVKAVFVGLSTGETLKSNYLYSVNP
SALVTLTPYYTLPWHMYIVPFLIVISICFLLMFIFLVIKKVRRYQRRRRARLPASKLKKLKILIYSEVDEYDMCAICLDD
FEDGDKLRILPCNHGFHSHCIDPWLTKSRRVCPCCKQAVFPDEKVPVTPPSPEVPAPLLSSSNSYDSSSEPHNLAPNITD
SPDEHTPLVRHV                                                                    
>Mlei_ML032915a                                                                 
MSFIDEELTKIKKELEGSVEGLEILSTSQHSVQVKIWKTEHKQLRLLIMFPEEYPHKCLMIEVKSKSLPERVMKLIENIT
EKEAKKLQGQYQVIQICKVARQFLDENMFIVCADELDAVKNRLMEKGDEIKIKQKAGTFQVTAHKNGYFMNLKFSITDDY
PQSNAKIECKETNFPADLAAMFVRQGVELSRRCVVAPALQKKGDPPFKVKPSILPVAEYLIRDCIKFYPTAQCSICDNQT
FPTDPKDVTQDIRGPLYVEYVYCSHVFHHKCLDKYMKTPPFKGGKKCPICGKRIFHEKWKETPELAEQRWAHKQAKRREL
DEVTDFMDF                                                                       
>Mlei_ML046317a                                                                 
MGYDLNRFEGDIDEELICCICREVLRDPVQAAECEHAFCIECIQGWLNEHQTCPVDRTALTQSELKPPSRILRNIHKKLI
IKCDNVEFGCSTSVKLELLHNHLNDCPYNPKRPVTCSQGCGIEVPLDEMQKHNCIQQLRNTLMAHIYTLESKLTACEAEI
ERLREARNQTPIAGDNLNQAGPSGVRESASGAKPHNLSDEEIRWCQSLDEGRVRRWGGMISTPDNVLQGHIRRSLQDSGC
PARLLNELMNYSHERKWPGGLNSLEMRQVNRVCYEQYVTRRVPGRQAVVVLYLENQHMDSPFVRNPGMVLIFAHGID   
>Mlei_ML04841a                                                                  
MLAFKTNREAVAKQSLQRAVQVSKDPQFILPAARCLLRLSKTPEEEVKLFELILTVRTDHMSAAELGYLADVAWNCSIKA
KTNVGTVILSKLLIELPGMCKGMFVNAFNEIDIFDYLSCYEFKNDTENSMSFQLELMRKLLGHCITLVTRMKSPLTPQYH
DRLRNCHLLITAACLQSTENSTDTALISGYLEDAMEHIAHFKRLGNENLDQTTTLMLLLYELECAVKLDLPEARSLLNCV
SNLPYATPKTLDRVVKICVLGKDPSLSQNAIRYAIEKHLQANEPDWKSVSQLFVRLAKNTPNFHQVFKLWAKYVSKRRGY
GQSAVLHEMLLTLQGFWTVALYFGLLGIIWLPRYYVIPTKLRLWPSYWLYSTLSSNSVPSLSSAVLYDKRTYTARNYTLN
IDYKHDCFSCELTIKPKHCNSLLYSDVIFDSIYTSDSYDVYTYENYPCYQHLSERGQCVVDNPNYNVVFSGAGCSLCSIC
QKNTMFNTSLRTQYGKYSYTPRFSISLGRSKHTMSRNILHCLNKLVLLRYYDKTQFCDELQQHLSVYKQDKTTVFTGCSS
FCSDSANVIHRELYSTELGVYLILLAVVVLCIVGIVSCIGFVISLYRELGIINLDWNSTQTCPICMDRLYRFTRLSKLRC
GHMFCRGCLNQWLYVFCHVTCPLCRQPVDPNTPTLSTRDNSPPVLMLSDTPHSESEEENTSDSEHSFNRTITSSSLMQSI
YNIGRNVVAGWSSQPSSSSPFNPPVQSRESNTSLLSEEDRLSGDMLERSYETTEVLSAASISEPIPLPYYPLQYSTDNSN
SIIVPYSSSLVSTTTNPCSPDIRSFFCPTPHTALFAGLSFHDNAQDSAHSDTELFGPSSRLQNRIARKINRLKNRRLGVY
RPRRAQSTSDLTSMTSQSESDADLL                                                       
>Mlei_ML04972a                                                                  
MGDEEDDRDHNNNNNSPGYLDFTACLSLVKKILPFVVLMLLRWVWEHRTGIVVLIALFLAFLHFNKTIRRHVSLRDRRHV
STVVANMLFLALNVHIVYYVFYSEKLHRCLYFMPPELDNTVWDVLWAVGITDFMVRFGVMFVKCLCVIQWRCIVPYKSRG
KWYMLLENLSHFYRVLLPFPRWISFFMEDNQGLVMGLILCGIYVSIKLFQVFSKMSELWAVVRFFFRDQYYGTLVKKSDL
SDTQCPICQEELDEPIMLHCKHVFCDECITSWFDRHPTCPMCRARITTTPPVWRDGSTSALVQFF               
>Mlei_ML06716a                                                                  
MKGCKVCGHELRDDLSVMRCGHMFHNMCLNIWKQSFSTCPICYQKLSGAIKVETDEEEQPGTFIRTRSERYKSRDRVRPH
HHHNKVLPHPTTPHHTFPQLDPSLLNLSLGELLSSPTDPRLYDMECEISKLRLDL                         
>Mlei_ML084215a                                                                 
MFHIQWGAVSRPPRRGRAVSPFQEMEIAMNSFRNAAVSSFHGFEDPFTTSLHDEMEELIDNSRNLMSMLPVRPSNERIVR
RNAPSNVLRNNGSNRNAREHQAHAVNDNILPTAPIRNRHNTLRNFLDRNNHVFPAPQSERNVWYDPNEAVPESRLPHIPP
RVLTLAQINRIPTKRVTKDGGSCDICLDDFKKGESTKVLNCKHDYHVKCVDPWLKQHTTCPKCRRQVRAPPQNENRPPRP
VPPPCPVRERARAYDRERRARVRLEETTQPIQENFDNAESRQTRADEVQAVVNLPPVETSITSSVDGQVTTESPLSDMPG



PAANQIDLTLEADAPTNVVEN                                                           
>Mlei_ML08522a                                                                  
MIDNLPSFVCTASLILLYINILGLLFMSKSLISTTEWELPSSSILSQYYELRSRLFHSANYSCTFTQNKVVLVQQFTLTY
SEFVFVSLVALLGGVYLIIKVIRYITTLFKELGIINAKEKSDCPICMENMRRLIRVTSLPCGHCFCKKCLQMWVEKFRYS
TCPMCRGPVDQNRDAPPFLQAIDVVQIIYTAVIHELSDEEFDNAFLY                                 
>Mlei_ML102250a                                                                 
MLLRVALLVLCVFLLVLCIRFCEWLTWLESERLPLQLVDPLALSIKELQRLLEARGIPHDDLLEKTDLVDAVENSGGLST
EESEVLMQTASFEESLNFTSERHFLEEVEDSKSTVWAVRVVPHGHKPFPNYPLWNVVAKRLSRIGIQTGTFYCPRHNSWC
LRQAWKIVPAMILAMPTKDGRGPKIEVYQGAATEKSMVGWFYSKLEETVTKIRSTRSHDKWETDKDPVKVLHHTDNGCRI
KSLIPAFFSALAVQFIGKVSFAVMDNSRSCKDRHLRTPSDKSKSVIMIKTPEFTHIYGSRKGEQFQHQALKLFLTTLTPT
SNDLFILALMFINYSCIFEIFLSNGNLARRVFRTLWFMAKGNFLLCSVWLPLVSVFQISQLKPLLNTFMSYYRRVMNTQL
AAVLRHDVLLLSRYPVLVFSAVLIGILLLTYLDRQYKLGLITHHQDLQLPFLDFMPTVEHLVHFDPITWPLYTTRVSEVP
DEKWLHRCVSELMSGLPTWDYGTCWNTCASCTECCGCFPAGAQRSVECAICLDTFRKGVSVCNLPCSHTFHHSCTEAWMT
SDCENRWKCPMCREPIF                                                               
>Mlei_ML104320a                                                                 
MSNNRNLYTKQLGYLQCYSDKRYGQEAGEKKMGQEQRLGTAMTAAALQQQLSLSLGLTTQIKGTNRRRKKRVVRGAEEEY
VLEDKPPPPTLAQRYGLAAPPPTVLTEGEWEHVKQQSLIRGDNSAPCVICKEEFGLGGQVLLSCSHVFHKACLKAFERYS
GRKTCPMCRRDQYETRVIHEGAKRHRDNSATRIQAVWRGYKVRKWYKDYTSRNPPKDPALRTKYFEKKLQGLTGRMVDMV
ESSRANTERLCNDIDVELARSRRVMQTANLLTSGRLSAEKWRSIEEKVVSRGDTECPICIGSLRNRRRPTTILSCSHLYH
RTCIDMFENLAAGTAPTCPVCRSDYVKKPFTAQV                                              
>Mlei_ML13202a                                                                  
MDDSADVGSSSSPKRKKAKLDSDKPVTSSQAEPANSCPICLDSWSSTGTHRLVSLKCGHLFGQLCIEKWLSTRFTCPQCN
GTSKKSDIRPIYAKVICAVDNDERDDALRLLETEKTKRNHLEKLHLKTSMQCQMFASENAVMRKKIMELEMRLKDSEYMR
STISAISGHGCFAFSKSLLISAEKKAHIFHSDMFSGMMAVSKKFEDSPNQYGVLKISSIDACHHEFVGIHLNQIRDIAFD
PHGNTTLLSCSKNKDIKLTCMKSNNTVITYHAARDCWSCSWSLSNSNHMYCGLQNGEVMIFDIRNTKEVIESISPCPTNG
SQRCPIVSVVSIPSPAENGNEGLLVSTLQSITFYQKEEPENKFIGYLLKTPTGALSSVSFEHDRSQILASYKPNTKFPNE
RHVLMKLNFDEKPTTSILHTFEGGTNQHLRSRSCLMKCPDDDNHLLVCSGDQSSNTVRIWSTKEMQQLQTWECRKDDGPI
IAMGPHRAAGLNFICTLTNQRLNQYKWIYSKSHFSEASNAFNMN                                    
>Mlei_ML136017a                                                                 
MIGRWLLFCFIGLVKSEYVSVILKDSNFKDNGIIDGIALPTERYSPDETGKIIPVRFSGSNMVSGLEALSNCPPGGCIPI
VVIHKEARYSNTTMALLNEFADIIIIGFETSPDKFNEGSWETIRGTPLVIIGFEDARMANLMAEKGIVTYASIAPFTNHL
KRREHFMKLGVLFLVFASACFILAMRVRAQRSIYVIRRHAQKNLKERKAKQKVAQLPTRTLKINEPSSECTICLEEKKFP
SKVMVLQCNHEYHASCITPWLISHGTCPLCKYNVLDDQQSEVEKCQQVGGSAANPDNLISRASSDDSILSLGFWMFESQT
NFNSLSLAMELDANHQVYFPSPLSRDQIKVTKKSDFNRRRASADLETRAGAIWENRLKENPHLFNGTKFRFAGLSVTSGK
TIEKQEKRITLVLADHSSSCAVELRTGFSNYKDYTTTNMSCLAEEFQKHGMEKYGDRQACMADIIGHSALLITADNFVVI
QLRSQTVGEAAGMWHFAGGHPEPEELGISCGEDLDETEPGKIVDEIYDSLLREMKEELNLSEEELTDPVLVAIGKDKNSF
YKPEFNFIIHTRLSAQQVSEKYFAEDFSDMESDDIAFLDVRQLNLSGRQSVDLFKFKTDEPEIVTVNVEQIASSSLQLME
NLQTAVGYNPKLLCV                                                                 
>Mlei_ML1541106a                                                                
MPLALVSFAPSFRTYTYITLAVYVLYIALSSYYQDFSNFTEFIQHQYEHFWTDIFLLNLLGCVVVQLGAIFIRVMFGQLR
AIEEQNIRDKINHFGLYKFVFLFGVLNLGEVGLMTKWGVWCGVLAGISLLDTLTQDRAQYLSLSPSTRLQHHLPGVILST
LLHLSTVLLFIGVLYTRGEDWHITFFLLADVFLFYLKTLHSIFNYGLIIYEMYTERWENKDVTRYYTEISFDVMMLSVEL
LHNIHMLLYSGVLLSMGSFVLCMHIKHIYNEIRKRWIRHKNFRSIMDSLDLQFRVATSEELEANNDHCAICWEEMNTARK
LPCGHLFHISCLRSWLEHDTSCPTCRHVLLAQRAQQEEDAPTARRNMAWQFRGSRWASWLPNFSVHVIRSPQHIDLDSRM
VDQVQEVLPHIPRSVIEQDLRRTGNPLATIDNLLQSVQTVHTPENAPLPENSPPTAVTEEPFNLPPSLQFTGSVTASVSS
SNLAALHLENTDSEDDVTVRRRRVLQAVERRLEFPGAPGSS                                       
>Mlei_ML17216a                                                                  
MILDRSLLVNKSNVVFQCEAGGPGARAGAPRAAALKNRIKEKFPFLSEKEINRYLKRVKEDTDAQGIKVTPTIALQRVSE
LVETDYPTAPPDPTVPVVPERTCVICHEALNLMAVTQLGCGHDFHKNCVDQWFATQNHTCPTCRSHEPPVDMFPPLTR  
>Mlei_ML18774a                                                                  
MSSLDRDKIPSSESALIDISGGSNLNDVNQSVAELAANRPLCHNADSASSSNLIPSFLSLGQCMFPNASETQVTVDDEEI
QFIRETGTPGPGRTSSDPIVLSDSASGDEESASTSNTDGQVESQSMLHVDVVGSQYSSNPYIPHSLLGSPESTSQTSLSH
VYTLRHLPPHLSFPHLSYQIRLSIPQPMTVVRPTPVYRPINLQPPSFLHWMQSSPIEAEGYLESGSGATQRLIEDCTTKT
RFIKRMPSKNKAVNAKRQTPKCPICLEEFVDKVKIRRLRCIHNFHIKCIDQWLKKNMICPVCRKSILSI           
>Mlei_ML210031a                                                                 
MSGLTHLSGKRGRGRGRSSGPTQPTRSQLLSVPGLGVSPSPRVAVPVTPTWGPTRDNTDNGHHQHGEKKLPQYVIPDNLD
YLSSDEEEEVDQQVLVKVLGTYGEDRENIQSKLADLYHSSSSNCLVCISTVRHAEPVWSCPRCSDSFHLVCIQKWARDGI
KAPSVLSAELFPDKDVPWFCPKCREEFSKKQIPTK                                             
>Mlei_ML210032a                                                                 
MMSDGQFGLKNGFSAIPSTLPQGVKQTAVPFSFSSLNQIQSISNSLQTTQTAPSFLSTSDSQHNGQLTFVSHSINSPSGN
LANQIINPLQAYRDHSVNSSPSPPLSMQNQEEFALSKFNHLNLPAKMNISTEKGKELAVRANQLETMVMTIKGQYEREID
HYKTQLCQQLDSFTRLKAKAKQLKADYKDKQIILAEQKKLKEDYDRLVIQMEEERKMRLNERTVKSIESKKLIMAIRAEL



EQQKQANIDSKSLIIARTREKEELVEKLAKVEHELSKREDIVMNLKKDVIGVTQSYKLVQQQLVRKKFESACLKLKIAHA
NCTAQVRERSRLPAPERYNLTQWKICQEDARKKLEENERRYSQYVTSLHEAADPEMVQFEEEPRGPPVEFGVPPLPLQRF
DDILLGRVAPDLTPPPVSTSTTTVNSQLKTARINCELENIANMLDVARINPSPENIMVAPPGLEAAVSSTVPSVPTFNTE
GPSTSGSAVEDYLSNQLNVSNVSLPGSLNSSLSLPECSVRNTPNIQNRLTPAIFSPDAFPKSRGRGRGRGRSKTAASKVG
TSEPSPGRGISLDLPRQPEPTRSNTNKCSTSPDFPSRKSRIPSDESNKASRAPRGELSEDVDCTIPSWPSLSASSTEKTG
ADLDQVRTHSVHSGNCEYSSSRNSDPESNYLTTEVARKMKQKLQELFPVLSDGDITNYLNQLQEQRPYRLKTKRQPLFER
LVSLVSKDLERSEVVGRGRKPSLSPDNTCVICLETLTVGEVHISNCAHRFHKACVDLWFATRNFTCPTCRTVQSNVNSNN
NFDVDSYNNFNANSNNNFDVNSNDNSNVNSDPFDNVNFDGTTINTTLFSSGRPVTSEELAAEGIYIANWEDTPRMRDELR
AAMWYDAGGFSPRDDYDINYLGLNDCDND                                                   
>Mlei_ML239522a                                                                 
MSSLGSEEQAQRYFCHQCNTTCIPQPPDFLCPSCNEGFIEPVATPPPPIFPFLHEDAQMGGVGGNAEIRTHRNMDALHLS
DLRSLLQGFAPLSTSYAGARMRSPPTTSSSSTPSSSHTPSSGTSTGTGTASNTGTMPTSGGTSTTLPGGGSTPNSGPAST
RVGGHSHRIHTSNVSPNSAGMTHTGLFPGPGGTGRFRFVLGDGLNADGNTDVPTLFSMIMNGLSGDPQPMVGNPGDYAWG
PTGLDNIISQLIGQIDGSGPPPAQEQSIDSLPDVYVPKKHIENKLDCTVCQEYFTEDVKVKELPCSHFFHIECIVPWLKL
HNSCPICRTSIDGQQDASMEDVSMSGEGEGMPDLEDQTATQAPEPSQPAPPVPTSQPHTIHEDDLD              
>Mlei_ML24287a                                                                  
MFKSKKHVKCGVCQSNQRADNLPRHFQSQHPNVNPFEHMPKQTKLCFEKRNNPFFDTDSLEVPIPPEIVPSTPPVQNASA
ADKSLNNNTHMEPQSVNTSSSDRANLGELIGRVKSVQQLLETCPDFHYSESEDSPGSANLVCESCAKYKSEIRIFNMATG
VFALPVVNVNEELRDLSRTNKWFSNLKVNIRKHLETSQTHVDATSYFTDVERRKSKLRDRNLLAAVTVVRTAYLSIKLGD
SFSSITHRLANLSLAGVDIGQKNHSYAIPPEVVDETAAELERVASDYFSKPLPQTDKPPPFGLITDKITTGQRTRQMTSA
RLVNLSPDCKNSPLIINIYLGHPNASTCSSISSNEDADFCPVCLDLYKPREVIRILPCKHEFHKNCVDPWLFDHRTCPMC
KLDILEHLGMPSGGDRLDSPVVMPPAPPAETTENVSGRVDQEVQTDFVNPPSPQQHVTSDMIGAMRFQVHRITILIAIFL
AICDCEYEFDLNEIPDYIPPMEGDYMLSALGDNCLNTCFDAGYESCLANLETSEYGGEAANALWDLVPGGEFSIFTNYLW
TEPYHPMVEFDGLIVGWEAIPQFGGSCTAFPPDMTQRRLCRCGNEQVDNRQHDVDNSSQYGPDYTASFGVGIAVERSRLK
IVLSSPSQISTKQNPRSWAKLPGGTSGTLVLGNLQKDQGGYYFCKLTDGYGYSLISRGAHVVVTYLDPDFKSYPQEQTIE
GPEAYIKIPCQPPASNPPAKINWYKDGELIENVENMLQEYVSPTNYGSLVIFNPRISDSGNYACEASNVNANPEKRKTSE
VLIDIKVDGSSTYAQKFVQDHNVLVKKGEDAVLHAGATGFPVPSYRWTLGVSVEIDVNAGSRFSTADYGRELRISFFKRR
YEQNTLQEEDGSLVMTGLEMSEAGMYQCFCYNTIQISQTYMPVSVKMNEALYRYSISQENFKDYVISKLRVLSVKDSDAG
QLVCRAVNQKVSTFTAELEIEFVVGHEIAPSISLSDISIQVDSMIVFEALAYGYPTPVVSWFKGEDRVPILTGGRYTVAE
SSLIIDNAQSSDTGLYVVKADNGVGPAAYANATISLALPPDEEAVIDDDNTTNNTDGEEGDYFHINSSSNSSVSNAFIYG
TTSGAFGLILIIAILVLLYVLIKQKKKKEYVPPKAAPTPTEKEIERRIRMASETPPIGFNPKPDLDEKTKNSLYLRDNPA
LFDVNVSSRNLPPLLRPPMGQPDSSSSSSSASDEDSDSTSYGSSSKIVKKVKKSKVGPS                     
>Mlei_ML250612a                                                                 
MDRQLLHAGHNHEMNEKEKKWLQEQEEWREEHKGHDIMHAEMLLVLLGALFVSQIILILWKQKHPRSYNMVSLTGLWVIP
FLVSCYHHYWRFVGCWLLFSVITAQVIRLARCKPLGGKTPRLVYRWFQFLYNASYGFGIMSYMVMMCVLFGLHLLFVEDP
EPVVDFCIVLFFYGGYFGVLGRDLSELCAEEMASTIGYYEKDSISSRSLEENICAVCGQSTNSASDATDPEPAYKLSCGH
VFHDSCIRGWCIVGKKQTCPYCKEKVDLQRLFSAPWEKPHMLYGRLLDWIRYLIVWHPAIIIIAQGINDYLGLK      
>Mlei_ML276927a                                                                 
MISSDVSDLASEQLARRLQEEEDQLAAYQLQHRFNHSPARLNRASTHAVNIQPGPSVVPARFYVTSDEDGDEEDVRELSF
VQLSDDDMSDRAIPMSPETDQLVSDALNTAFRGPSSATANQTDDEVVILDDSAVEDNRPSRQNPRTSSEDSSDNIVWSVG
RSTRSQTNGTISSSIVITNNSQAPSANTRSRTRNNQNRGRSSNSRSPNTRPSNSTTTRGLNSQTVHVVDQRSSTNARGRP
AGRQQPDSNGRGNNSNSDNQPSTSSGQRGRPSRNLFNSIQHGRGRHNISSRVILNGIPVMDFQNGMPFFSNGVPVPPDLL
QGRTGGTHWWAHQGLRGPGRSGVHMIFGQGSDNMTYEQMIALDDDISLEPGQGLSKHDISQFTLTQSYKRADNPTGEDDK
SSCNICLSEFDEGEKIRTLPCFHSFHCNCIDNWLNRKAECPVCRSSVEPQSMSP                          
>Mlei_ML29682a                                                                  
MERSPVIGFFFHLRALSLMSILAVCDAFLLSYAAHVTLQKGASVHLVFGFEYAVLILLVATILVKYILHLIDLRHENQWA
NKTIYLLYTELVIGAVKVLMYAMFVTIMIRVHTFPLFVIRPMYLALRQFQKTLVDVIKSRKATYNMRERYPDATPEEINS
GDNTCIICREEMVTAKKLPCGHIFHLECLRSWLLRQQTCPTCRIDILQQQQQAGQQNQPPRNNVPPGFQGHQHQPPIFTW
ENNNNNNNNNNNSNNNSGPGTSGGTPRFFIPTSGAQPSGGFNLSGFAMPPPPPSLHSLSEDDLKVFEGNTRQAIENRLVI
LRNVQMLMEAIQGQMQLYNSVAGPVPGSTFISFTTPPGQPPQSSSRAGPGPSSTTPTPTTAPAGPSGPEPYKVVIGDKEE
VFESKEEYEEEIDRRRDTLLREYNLIGDEEYEAGERVREQLRAARLAALDAKPGPSGVPTSPQVKAASPEANVLSAYSNV
TTLDTDVASSPLDTPASNPFSSLASGQVNVAPAERDGLRKRNVESEPRED                              
>Ocar_g573_t1                                                                   
MDFARKLHSRSYFANAEAQSTSEKNHLDETEFGTVRNDVQSFVSSAKAAKTGPGHLHDTVPGVSQNTSSKQSSTKNDSTH
STKRSGEATALLQKNEDQFPKEKISVEGYGQSRSGNVADAHEKISSTGELSSAKPASAKSAMCHDDQSRLGASQKTALDE
DHFLLHQSSASHQGSTSVGKPTEPPLKSSGAIANDKRDTVSSGAEAEATAESFADDTGSAQPESYQFQVNAITMQYIQNL
RSDDFKKCLDMHNVETIVTEIQDQAGAVSVLVKPRTGDGPSQLAKGFDAIRDMFSEVSQLSFVEEKIDFPSHLNRKMQEA
YKSCQKSKSIRVLTEFVCQGSLASLSLIGTEEEVKTAKGKVKSLLRGFNLSLPKSSPMPSTYAEAAAVPGSRAMPSLEAM
TPRGFDDSFLMKIKAKAIQHDITKMKVGSIVCGANQVLQMTDGLSKAVSKACGSKIQQECNAYTKRYGDVRHGQAIITNA
YNAPFGFVAHAVFPPWPHRENSRAEKEATDLLIQACYSSLEELTLRGNVRSVALPALGAGAGFPKDVAVKAVLAGVDKYF
SVTLPSAATIKEVTFVDLSQPTVTEFQRQLQGFQKDKGGGDQCREIEPSAKSGSRQPRTGGGSSKADGAPKSEHPNTGGK
SQKNATKGKADAGSAAACALAEEECSICLSAIVGNDDVKILSCGHKFCRGCIDQWFKERPVCPSCGKTFGKITGTQPERG



TMKVHKMQSRLPGFPKCGTIVISYYIPSGVQTKKHPNPGTRYDSLSRTAYLPDNAEGQKILSLLRKAFDAKLMFTVGRSH
SSGINNQVTWNDIHHKTSIRGGSQNFGYPDAGYLARVKDELKAKGIE                                 
>Ocar_g1138_t1                                                                  
MADFSIEDVLELGGEKEDYDFLKDLDEDCIVETGMGAPLQASERNEIKNFVGKLGLAKVVQSHAFMDDSEEEEIGERGKG
KDRFGKEKKSKLNGVEKKSSSEDSQKDNKTESKKAKTKKAKNRGTNEKDPAVIVGLEQLNDLKESGEKLAKRLLVTPGGS
WFTKVSDLTDGNDEKSVSFDSSLLDVCLSVGAKLLSRDADLFKKRKEAEKSGDSHWLKTVLTSGTLSDRLAAITLQIQES
PVHQLNNLDTLVHMTKKKGKRESLLALDTIKQLWMADLLPEDRRLVSLSQRPLNRLFDVAKSSGRDARDRLLLLWYFEDQ
LHKRCEEIVQALQTLVHDVLDDVRKKAQGTAYDLLASKPEQEEAFLSLLVNKLGDPERKVASRSSFLLLKLVNIHPNMKP
IIVREVEKVLYRPNISPKAQYFAVCFLNQLILSKKEIQLANRLVDIYFSFFKAYTKKGAMDAKMLGALLCGVNRAFPFAK
IEDDSVFQDHVDMLFKLVHTGTFHTSVQALMLLYQVMESRFFQAIYSKLFDPQLLKASKLSMFFNVLYKSMKVDPSVQRI
KAFLKRQLQVCLQSDPSFICSMLYLISEIGKSKPGLLKTALTQAENGDEKAVDDDQKQGVYNPLGRNPLYCGAEFTLLWE
VQKLAFHFHPSVSHFANLLLQGSEIKYKGDTFQDFALTHFLDRFVYKNPKQKKQDHGGSVMQPIITSSRLQERPVNMKTF
VSQSEDRVREDELFFYRYFKRKFHEDDVENKKKDKKKKKQEREGQDMEDDADSDVSEESVDFAGALKSSKKKDKKRAKAD
DESISSDDFNYDDLEDDMSDDELAGSKDQFNEQDYEKALLENLSSEDDEKEEDASRKKPASAFDMGSMFAAADDFAHLLE
DTPAGLTGTGQDFAPKSSKQSLKEYPNEAPKIEVKQERGITEEQTKELLEDMRRLCGERVGSQMIFDLIELAGDRLTDNN
RPFGECPICLKSFRVDDAFYKTRCYHYYHCSCLAKYVEMWKKDRDDAVSSRVCVCPVCRLEIDISLDALKLLDGCDHAGD
DVDDAEFTLSSDLRQWQKRMKKLYERQKAKGGIIDREADKKPHVLDISSTPTSFGPEKVLCGVPGEVKSEKSLRYWKATS
SADHAKKHYKGRGGHRPPNPRRAAKKRNDDKSSKASS                                           
>Ocar_g1360_t1                                                                  
MGYDVHRFQGEVDEELICSICGGVYEAPRQASQCEHIFCLCCITEWLKRHPTCPVDRSHIDSHELTQPPRIVRNLLSRLK
IACDNASFGCKVIVKLDALDSHLSSCEHNPKRPVDCKQGCGFKVPLDEVRKFVLLL                        
>Ocar_g1697_t1                                                                  
MSEEELRCPKCNGEFLEQLDDPQSASSPAVPSSPPPPPPAQAESHPATASNRRGNNGSENRGNFFVLPGTGNMGDYVTSE
RGIDDIVTQLLNQLEGGAPPAKKEAIESIPLIAVPQSVVDRNGDCVVCQDKFQLHENVCELPVCNHLFHSDCILPWLKLH
NTCPVCRVPLEEDFASK                                                               
>Ocar_g2506_t1                                                                  
MIKAYIFRFDSRSEKWNALGERRLCRLQLLRHRYENKTRFRLVARSEGSFATAVEPLLQTEIDLRSKVSLIQEGFLQIIV
GDVFYGLKFDKPDDAELLKLQLDQAIGPAEDDLPLPLPEHDLPPPRPARSSPSFASIQPLGSDARQQPVPSQRRFDDRGA
PAPRPLARPKPVKSTSSMDESMIDSLREAIMKGDANVAKALVIRLADQKASLNIELLKGEAASAQALKKSRLKVMVEDRE
TAGGSFHVETSFNSTVRALKNKVYVMLNIPPQVQCWFYNQVLLKDDDRLNAKGIEADSVINLYLLSAKSVGLTKEGLQGQ
QRQKAQSLGIPHPHTQQDGRRPMESSPPIRPRAARPQTVTELKHPLADQLPNEFMRHKPFYDVDDNFATAHAVPVEIKPK
SQKDVGWPCGDCTFINKPTRPGCEVCGCARPENYKVPENYTPPEDEKWRITEEERQQTLLHEAEEAQKRQAVQERKKNLK
DLMHAADQDLIPSEEEFECPICFLDIEPGKGVRLRECLHLFCKDCLAEHVRSRNDPDIRCPYTDDNYECNEPLTEREMRR
LITEEELRRLHSRGIDVALGEMGNSFYCRTPDCLGRCIYDDDVNDFDCPVCKKRNCLLCKAIHHPEMNCKEYQDDLKRKA
ANDVAARATQEMLDKMVQSGDAMHCPKCAVIVQKKDGCDWIRCSMCKTEICWATKGRRWGPKVGPGFIDKS         
>Ocar_g3668_t1                                                                  
MAETDRPKEIIRLSTGPVTMEKVKRAKELEKLEMASGRREAARVIGLSKEEEEECRATSWEFGAVKTKVDDVEEESERPV
ASATSIYRQVTGDEEMARQLQEEDEVRRXXLSQTRKWRDSCKSSTTGVIQRSLSRDSSRGEFHVEHLFSPISIIKDRDLH
REERRRQQRLREQEKRQQFERRQRRVFRRLLSDSGWNAEDFGGSSPNSAYRNFRAELQSQIGSELARNRRDPVETDSSEF
HFNEIAGDVDINPNPWEAVEEIDTPFQRHAPPGQPQFSQLPRPQGFMMGGLPSPLVYEDLLQIEDMLGQFARGADQLTID
DHSSVGKFTASSAGENRQCAICMTDFEEGEDIRRLPCLHPYHVKCIDRWLKTNRICPVCRIRIDE               
>Ocar_g3925_t1                                                                  
MDTPSPPLEWRPPAVDDFPHLVHARSTNELPSRPIRGCRSLYRRRAPVASAVRPASPPDGTGVAEESSGNGGRNSLHSSH
MDHSYVFVDSLRGGEEGRKTDSGIDSSARSPSLPGNPVEVINLVSDSDTDEPIITDYRPGHPQRSQEALDFEYARRLQDL
LNLTERLGPALSPGLSQRHINLIPTFKYFQHNAKNEDKCVICLCGFENGQTLRALPCAHNFHKPCVDKWLGASKTCPVLV
LVLVELCYISYFRFCVYYSSSWRQISEPGFKKPMFVNTETGECSWRTPDGQQIAESQATDWWEFVDTKSSRHYYYNQETG
KKRWKRPKRGEVVFMGKVQVRGGGALIDPSFTANSMPQSKPKPKTKPAAPPKPVPYSGAKQSAPEVTVVVSAPPVPAPST
AMDSDAPIWLDDSKYDLCLVQSNESAFADELASYFDQFAVRYIRHTPSSLGALRSRYEDYNDEEDTDPALSALTADLKET
KFFMFVFGKYFVDTPSEFREKDSAATMKHFSPEDPIHFSMELVNLLPILDGPTQEDLKKYSPTIGSKIPIKASIGSKRLA
EMFFKKLTGQMPNENFKLQKYLKTKKK                                                     
>Ocar_g5036_t1                                                                  
MAKRQRCMSTCDNHDDGETVAIIECNDCGNLCSECDRVLHLNRKAKNHQRQIFKEEEEAVKVDLHEGCGRIKLFWITAMA
DSKMLKAMVEFREGPSSTSGESVGVCRFCGSVGSSGLLAIGNVCADAECQERAQAVCSKTLPCGHMCCGVNGEEVCLPCL
NGCKAENVDGPKLTQDGEDMCMICYSENLSAAPTIQLECSHVYHYHCCEAVVNKRWIGPRITFRFLMCPICETKQIKHKK
LIEILNPLEALYE                                                                   
>Ocar_g5827_t1                                                                  
MPSNFSKPSRRPFFSAKRYKFDEDFKGLPERGKRLAGVTIEKIDGEKRPKLRFEDARLETMESPKMEEFAAAVRLVYLDQ
ARPEFCFRMISNLFHPFAGRHYCHYSPEWMRGTSLGKLMIEADIWMKLLAHNTKPSEEGGFIPWNKNTTMWGGLKSPLDM
ESEMPAGSIFLVCKKVSITSNDDHLRFPLLPEMAIQDDTSSQRSEYFASIYDDIVFDGAPILERIREVPKMIMVAEWLRN
MGVEVDEQWLFDSTQPDDSCIPQTYQKLKSQISQKVNSPQPMSLQVGPVRQKVDYEVENLEINGTRHFFEVFQSHFLPGK
QEPYLKIKRSFRASADDNDLDWVYDAIDPKMPIDASFQPPSVVSCSKNITRLECGHKFHKKCIDKWFERKSTCPKCRQAV
PICWEGSE                                                                        



>Ocar_g7253_t1                                                                  
MPFAATRSFPLPSLKHYTLFSIVILALSIFLFTKNPPTTEIPAKEGAPLEENATNNTTNNATTSSFPKWPAANMAYCLLL
LFGCFARKVLLGELRVGEQQLVREKTMNFIFHKFVFLFGVLNIQDIDELMTWIVWLALVGFFAVWGAMTKMRSEYVCQSP
HTSKLTHLKLISMLGAIFGSSVVLFSIALYLEPIETDYTLDYHVFMAAECLVLGLRPLHALTKWIRIIYAEIRKRLDKHR
NFVRVSQSLETRFPIATKDQLEGNSDNCAICWDSMESARVLPCGHLFHLSCLRSWLEQDTSCPTCRVNLRERQEPSHEDT
GRTLENEPSFLNNNNNNQQVRRRRNDLFRFDGSQYASWLPVLSLQVVRGRGRQNHQTDLERMAVTVQEVLPNFSLDIIMN
DLMLTRSADQTVQNLLERHPFQEVMPSSEAPGLRLRRQHQDVEESVVELADVEAGTSSNPSGQDMESTHPNKELENEEEE
EEDGTEPSYYQAKLVLPSEIVDSDGEKDYVSERDPSPDAAERIDIPEIAGSLE                           
>Ocar_g7784_t1                                                                  
MIFAFLCSSRSVRAPGLRKEPAENNDGDGSIRRKITCPVCLDTAQQIQSDKRRKLVSTSXXFCNKCIRGAVQRQHSCPTC
RQRLTLKQFHPLYL                                                                  
>Ocar_g8838_t1                                                                  
MPLLGQEGEYSGVQSAAVDENAPETEVHHREERSGKSGDLGVGDIPELIKSLPANRPVVKQVYIGSSRKAESSLPERISC
TPGVDKKKNPYEFSDHRNNHHNTLCVYELECVADEDGFAFWNASLNKENSVCGKLVGRKCQPIRIEQIVEKCENCDKTAE
GTGVTVQITSEFYLPWNVYLIPFSVIVGLCVILTIAFVVVKMVSHRRHVRRWRLPKANLKKIPVRKFRKGIDDFDTCAIC
LDEYSDGEKIRLLPCHHVFHSKCVDPWLTRSKRQCPVCKRRILDDGTCEIASEDQSSMSEMESSIGSETNSSAQETTPLI
QSTSCSQSYNGTNQRRSLSDSEGEKEEEEDTVQPEEGSSPAEAGGGDVDV                              
>Aque_XP_003391198                                                              
CPVCRNDIATDPITTKCCNQVFCKSCLKESRKHSPYCPTCKEPMKKVKGNQPPGGTMTHYVLQTTSLPGYEGVGAIVINY
DIPHGVQTKEHPNPGQPYRGTRRTAYLPNTPEGQEVLRLLKKAFDAQLIFTVGTSHTSGASNSVVWNDIHHKTVTHGDPF
GYPDPTYLSRVKEELKAKGIQ                                                           
>Aque_XP_003390861                                                              
MAENLDENSYSSLPSKLPPASTPVNVCVLVNNIPLYCGSNDVAKCLEAQPVSLPLSSPLSISDVHVVPTQSGGNASSPAT
KHAVLAVKASNVEAIPRNLQLQDGIPPSSNVIPMFQEEATAAFTLHCGTEPIMQYLVSQGEKLSIQLKTKGNIVKVRGSC
SQMYKFRQYLANLLTENILALPPSHHAHHNQAIHAHSTINPVPEQVPHEGGSNEGAAATGGSSAGDGKTFTGLSKDVLLL
MPKIRQDCSKNMQFFPEEGKVVVLAFSEEEQEQCITQFQNTYQEIIKNRQLKSGSLEIPPAFQIENMFGLLDEFDAKYSQ
CHFSCDEKARVVRIVSMSSRQFDQAKKLLGDHLAGEKWEDKTGKNKGGGGEGKGPGKGAMKFKISTKTGSSEVLLLNKDR
KLTVKRGNLVEEDAEIIVNAANRELKHAGGVANALNKATNGELQKISNNYTRNYNDVPVGGTALTRSGGGKLKCKWVIHA
VGPIAHEVKSEVVCSELIFKAITNSLIEAQKKNAKSISFPALSTGIYAVNRSLAADAIFQAITKFHYTSSKVLTDIRIVI
LDEDTYSVFAQHLLAIKATGIEALSSKEEETSFQTATDHTVSTTSHHQGYGTPTYQGHHGQLTQVSYSSAVGGGHSSFGS
HALGTEGHPTAGRGISSTTTPPPGIHQSPITTQPTGHPATTPHTAVVTTSSFFIPTTATSRGGVMLKPALFNYGVQGGGG
GGRGLGIGKGALTTGGNGAGGTGGGAGGNGAGGIGPTGGYGGAGGNVVGIGAGGIGTGTGGTQGGGFGRGEEGGLGGVGR
GGDNWPQQVPGGAVVQKLLTPAELAQNPAPTGIKRSVSHDGHYSTPPDATPDSLTHSKGGEGATPSINKTDNEKGCSICL
NEVVTDPVTIKCCSKVFCRVCIDKALEHSSFCPICRAAVKEVKGNQPPGTMGHSFSHLSLPGYEGSGTIVIKYTIPSGTQ
TNEHPASGQPYHGTTREAYLPNNPEGQEVLKLLQKAFDARLIFTVGTSHTSGITNTVVWNDIHHKTKVSGQPFGYPDPTY
LTRVKEELKAKGIQ                                                                  
>Aque_XP_003389643                                                              
MEQQRRGKDTKEREGQLYPNSSVFRDIPSFIHDPVMNEEHSSSPMPMEGIAGCERERLSPPTSHHNQQYYSRPLLSGEEC
LKMLEAQLLLRDSKLKENDKILLAYERGEFPLEQTPTKTNRKESKELAQPQPDMQQPLQQMHSSYEQQYGESASKKIKKD
EDHAAATSKEDATSIRDSDNSEMCLPNEKPKSENGVKPNEACNVIIRKHTPLSNDCITTAISSKTIEASDELNRGVASTA
IANGSTSNVNTAAACTGTVMPSCVRGERSAQIYQSMMQRMHRKSRLCTEESVSARNDTSNDEAIAKALQEEWRKNQSLPN
EKEEADFRLARQMQEQFDNEMAQAINSSGSVIVTQYSPYAEPFQDAHRGYTKIAPRGAVPGREQHGRLITGQMRPTYDRG
NSSGYESGGGAIEDMSYERLSELEDVSVGLSFNELTRLTRVTTYDKSEGGGDMSRSCSICFDEYVQDQQLRVLPCFHKFH
RHCIEKWLSEKPTCPVCLKNIVS                                                         
>Aque_XP_003389382                                                              
MAENLDENSYSSLPSKLPTASTTVNVCVLVNKIPLYCESNDVAKCLEAQPVSLPLSPLSINDVHVVPTQSGGNASSPATK
HAVLAVTASNVEAIPRNLQLQDGILSSSNMIPMFQEKATASFTLIHGTEPIMQYLVSQGEKLSVQLEFKGNNVKVCGSCS
QVYKFRQYLANLLTENILALPPSHHAQHNPQAIHTHNTVNPVPEQVPPEGGSNEGAAATGGSSAGDGKTFTGLSKDVLLL
MPKVRKDCSKNMQFFPEEGKVIVLASSEEEREQCITQFQNSYQEIIKNRQLKSGSLEIPPAFQIENMFGLLEDFDSKYSQ
CHFSCDEKARVVRIVSMSSRQFDQAKKLLGDRLAGEKGDKWEEKTGKKKEEKGGGGKPGKGAKIPTKPGSSETLSINKGH
KLTVKRGNIVEEDVDAIVNAANSRLDHGAGVAGALSKASNGELQRVSNAYIRNYGQLQVGEAAVTSAGGKLKCKRVIHAV
GPIAHEVKSDLACSQFIYQAITNSLLEAEKMKAASISFPALSTGIYAVKKSLAADAIFQAILKFHYTSSKVLTDIRIVIL
DEDTYSVFAQHLLAIKSNPTHTETSFQSPGADTHGNVSQSNGSSSHGSHTPGPTALSENSLHAAASGGKSKAWSETGSGA
TGTGNTPWTGQGGAGNTAWSGQGGAGNTAWSGQGGAGSTALTELGNSTGKGDKWMTGHDGASGTGTGVGTPVSNSSYGIN
AGSFSPSNSLSAPPGLDPAVVTSQPTGTQNITYPQLPGDGPFQATNQSGGGGNGQQQSSSADLLQPQVVLDFTSKGVMRS
SSQEETFSTPTGSPPLADKEKITVGDVGCPICRNDIATDPTPTKCCNQIFCKSCLKESLKHSPYCPTCKEPLRKVKGNQP
AGGTMTHCVLQSTSLPGYEGAGAILISYEIPHGIQTKEHPHPGQPYHGTRRSAYLPNTPEGQEVLRLLKKAFDARLIFTV
GTSHTTSASNTVVWNDIHHKTVTHGHPYGYPDPTYLSRVKEELKAKGIQ                               
>Aque_XP_003388973                                                              
MAAYTWDNDTPLIMACIGGHKEVVELLLKHGANVNHLNKQKCTPLVLACIGGHAEIVKLLKEIGGVDINATDELKNTPLV
VACKAGQKGVVEMLLKIGAKVNVTDYDGHTALHIACYKGHTEIVELLLKHGAKVAIFNEDRLNALDIAVEEGKKDAAMAI
VKSDKWKNALRSYTVDTSHQSGDKVCGIRRLCCCKNDDANKQFTTPMRRIIKKMPDVAKVVFEKCCETDKPPDHPNHEIK



FNYEFLDDFDKIWTRRSKYSSENHCLSILANSPSADLLKHPLAATLLDQKWNKIGRIVYYTNLIFYFLFVILLTSYALTV
HPPNSNICMEVFGNGNETSIDCLPEERFISQRYIPIASICLIVYSAILIIREAFELILFREKYFTSFVNYIDVSLFIFTI
MFASVHGNQCYCTRPWQWQVGVIAVFLSWIALILSIRKLPVVGIYVVMFIKIFNNFIKVVILALLLILAFAVPFYMMFYD
PQDRAEGIRTPFITPWRTTVKAISMTVGALDIDSLLRQDDQRNAPDVQYPVVAFSLVIVFVILMPILFLNLLIGLAVGDT
DEIQKSADTYRLTLRVEFTLPIEQLLRSFRSYIDEKGRLRKVSFLLGKIVAVTKTDKPNKHNFLKQKIDEIEKSIKTEPP
ATLTHVKNQTKSLSDEMKSLHNSVSQEVKDLRSSVSEEVKDLRSSVSEEVKDLRSSVSQEVKDLRSSMDQLLRHRMIEEK
HRGHDLMHAEMILILFASIGVAQVLLFLWRIKHRKSYQAITLLGMWIIPFYLCVRLSFWRMIIVWSIFSIITLFVMFKAT
RKKLHVNTPRIVYRWFLWIYQASYALGIIGYLVLLLVFTGLGLLLPVNPDVILETGVTLVFYGVYYGVMGRDCAEVCLDY
MSAAMTYTTGGQSLPKIELASNMCAVCGQRIVLPTEDESNSGKIEWTYRLGCGHLFHEFCIRGWCIIGKKQTCPYCQEKV
DLKKIFKNPWEKPHILFGQMLDFLRYCVVWLPVILALVQFIYYVFHLE                                
>Aque_XP_003388926                                                              
MADKSKEACDGPSRRGKGGDSVVIRIAVDEKNNTEQSISNWSQSLNFNPSGLSSTETNTSQASLGRRRVQELRLERYASQ
SSSITSDDVPLKELPDNIPFFSGIPSVEVIKGIIHLFRDRSRPVEECTSEVLCVLGVPAHISLNDFLTFISASLSSLLAL
QVVRDSTPNQYMVLLTFKNKLQAEEFYLHYNMKRYSSMEKRICQLVYASQIEVIRSSRDSLTSPAAPSEGLTELPSCPVC
LEKLDESVLTILCNHSFHTDCITRWEDSTCPVCRYTQIPEPSSENTCSKCDSNENLWICLVCGHVGCGRYHGGHAQEHFT
STQHTFSMQLGTQRVWDYIGDNYVHRLVQNKGDGKMVEIPGQEELGEDEKIDSLQLEYTYLLTSQLESQRLYFEEKLTRV
EEEAREQISQLEGRCRSTVIEKERLEEKMEEERKEREKKYQQLHGRLTKVLNELGEEKELNKCMSDNQKVFCERFALLEE
ETEAKLRKKDKDIEDLREQVKDLMFALDVQQKISQSSPEKQQVLAINNY                               
>Aque_XP_003388716                                                              
MAEKALEKCSESPKILVKASEEGTVQTPEEFRKLCSHYSRGCSLVSPCCNKVYPCRVCHNEKELHEIDRFAITEIVCRKC
EERQKVTKTCIKCSLTFSRYTCFVCNLFDDAEKGQYHCSKCGICRIGGRDNFFHCDTCGLCLQKSLKEAHKCVQQASHSN
CPVCMEDLHSSRTAAHVPRCGHLLHNTCFQEMLKNNLYQCPQCQTSMLDMSSQWERMDEERQQWVLPPELQSFSVKIQCR
DCRNEGDALFHFIGLKCIDCGSYNTVRCGNEILPLNDVDEVDRNVPDQIQAEEEEDEYYDEDDEDGSVLIHIEEEALETD
HILQILDRIFPNDPADDFFEDLLDPDSNEEGEDEEEDDVEFLTDEVVGGANLILDPLSGLIDILPHHLNLNNDPDHDDDD
DDEDEENAQFVPPWMNPSSVISTIFGTGESNAHHFLPYLPPTATANDHLQAPQIWEVSSDEGEAAGESESNDVVQGEGEG
GEEEAGEWEEEAGEWEDEEGQWETSSEEETVGGDEENLGKECLLPEEEATNQLEDVAPAH                    
>Aque_XP_003388624                                                              
MSTWPHFGTNAIHVGQDPEQWNCKAIVPPIFTCTTYKQDEPGKPPMHDYIRDGNPTRTALEKSLAACEGAQYGVNRFFRK
IASNFNISVTLVDATDTSNVLNAIKDNTKMSTWPHFGTNAIHVGQDPEQWNCKAIVPPIFTCTTYKQDEPGKPPMHDYIR
DGNPTRTALEKSLAACEGAQYAHTFSSGMSAVSTVMQALLKSGDHIVSVNDVYGGVNRFFRKIASNFNISVTLVDATDTS
NVLNAIKDNTKLVWMESPTNPTLTVIDIAAVSEIAHKKIPCTVVVDNTFLTPYFQRPLSLGADLVLHSMTKYLNGYCDVL
MGNDKEIHEKLKFLQLAVGAIPSPFDCYLANRGLRTLHVRMRAHAENAMTVAKYLESSPLVENTIYPGLPSHPQHELAKK
QAKGFGGMVSFRIKGDSSTAKAFFKHLKNGFILEGLLLWKSNLDKHFAGLDDCMICFSIIHGSNYSLPKMICRTCKKRFH
SSCLYKWFSTSNKSSCPLCRNIF                                                         
>Aque_XP_003388623                                                              
MNIESIKVSMESSLSLLSNCLYMSVAQYIPHLLRQWYLTLDRQTSNLISSFTAKHVSQRLWRQEVESMSSNTKIGNLEVR
VCGGVSEINVVYRVDEFSIELTVCIPDNYPLSPPTIKEGKRAKVDLSLWRKWLLQLSSFVANQNGSILEGLLLWKSNLDK
HFAGLDDCMICFSIIHGSNYSLPKMICRTCKKRFHSSCLYKWFSTSNKSSCPLCRNIF                      
>Aque_XP_003388507                                                              
MEPTESLVEGIGDELLWTFLSLFVILLLSVWYLFCTDSRRTENVHPEQEEVVERVREQLRDNQQQQEEEEANEDYDPDNA
ELPQCPVCLGPITYLAETNCGHRFCAQCILMYWRTDRWPRACRCPVCRREVNILLTLPQLETNERYRDLTNEIRDYNSRM
SGEWRPLMSYIYDIPTLLRYLLRDLFSVHGLICIHRLHILAVLVLLLLYLFIPFDLLPESAIGLIGLIDDGLVLLTVIIY
VTLLYRSYVTNRAIN                                                                 
>Aque_XP_003388071                                                              
MPASPGPPGRLVDKGKQKRLSLASHDKLLKACKDGNSHEVDELLHNEGVNIDATDDDGCTPLHYACKVSNEGIVKRLIEK
GADWSKISNDGCTPLHYACKAGNEEIFNHLIEKGADCSIISDDGRTLLHYACEGGNEEIFNHLIEKGADCFKISKDNRTP
LHYACEGGNERIVGCLIGKGVDCCEISDEKHACTPLHYACKQGHTEIVKLLLKHGADITNCNNDGLNPLEVAVEERHELR
HRMIEEKHRGHDLMHAEMILILFASIGVAQVLLFLWRIKHRKSYQAITLLGMWIIPFYLCVRLSFWRMIIVWSIFSVITL
FVMFKATRKKLHVNTPRIVYRWFLWIYQASYALGIIGYLVLLLVFTGLGLLLPVNPDIILETGVTLVFYGVYYGVMGRDC
AEVCLDYMSAAMTYTTGGQSLPKIELASNMCAVCGQRIVLPTEDESNSGKIERTYRLGCGHLFHEFCIRGWCIIGKKQTC
PYCQEKVDLKKIFKNPWEKPHILFGQMLDFLRYCVVWLPVILALVQFIYYVFHLE                         
>Aque_XP_003387627                                                              
MGLCKCPKKRVTNLFCFVHRVNVCEDCMIRQHSRCIVHSYLQWLQDSDYESVCLLCAKSLDYGDVVRLCCHDLFHVSCLD
GYVQSATGHSKSYLPSELKCPQCKDCLFPSSHVVSPIADQLRLILKNYWWGREGLGLETEMGEVTFEDDEILTTGEGLST
ALDNQVTSTPLSNFQTSRDNHVTLELFEQPLNRGAERHNPVPIPSSDYLDEDKYKRKNPIIGMKHWFRSQQFSKLSLDDS
NVTVKRNLIIFLIVCMAVMTLIVFMTRVSSRRDPSQNLDWKINPNIRTGQ                              
>Aque_XP_003387177                                                              
MRMLMLTLATTVVTAGVIMNVYSKKKQFYPSVTYLFKSSRCMSVLYIQAFLIVWQLVKFFKFLFFGTLRAIEVEHLIERS
WFAVLDTFILLAAFHEELSPTFVSLIVLVFIMKSFHCLASDRVDHMEQSPIITWKFHIRIVVLLLLLGIIDALFIKEAWQ
VVKLRKRSVAIVFGLEYAIMLTEAVKVFMKYVLHSIDLRSENPWENKPIYIRYFDIVLGVIELLLYAGYMVFMLLLPSIP
LHIARRIYRAARDFHKNVYDVITSHQAIRNLNTLYPDVPQDELLAANNVCIICREEMTQRCKRLPCNHVFHTSCLRSWFQ
EQHTCPTCRLDVLRNPRPAQQQQQPHPQAPPLNNNQRPPVFIPPMYGWPPPPQQPRPQDAPPAQNIHPPPQAVPPQGPPG



VAPPTAPPIFPPNVFNPNPMFGVPPPPHGFPLPPPGVFFPPPPPLINPVDDDFLQSVLRSLTDEQLKELEGMERSNVEAR
IVLLRNIQQLLDAAVLQMNTYTNVMTSLKSRISSGYSRVTSGYSKASRT                               
>Aque_XP_003386743                                                              
MAANEPFQKSFRFFCYTCDNQFLSDTAKCPQCEEEFVEQLEEVIEEEDERPPSPPPSPPHRGLVRPRNTQQSPHRHRHRN
RSPPMEQRPRQRDQLGEMLGQYLVQLIAAREQLEDSENYTLPVIPPPPQFLELMFRSRRSEPSAPRTGVAGPGALELVIT
GLLEQLSNSGGPPPADETKIMQLPTSNITQEQVNGESECSICKETFVLNDEYKELPCTHIFHSHCIVAWLKLRGTCPTCR
YNLNKGQRDS                                                                      
>Aque_XP_003386044                                                              
MSEKEKDSHTKEELEEEDYDDIPDLESVESSEYCDSDDDPTLNSPVPEIKELNSPNFVIAKACLNMAGGFDSVFKEFEVL
MIYTYTPFLYGEHIDTAYWDRQWFGLFRKANLISERPYNLDHLFIRDFRVLEILGLTLDWCWAHFGPMLDAVYLTTLLDF
WSSVGDNKDFSKVVDYAKSLKWFNEILNHIESQPNDLGLNNSEFKDYPHTVELCVIYAICHVSYQIIAKHGARHTFKTDF
DSRTRIASGVYSSEIQHSLERAEISFLVLERVEYLNQYRTALRLSPFDKTIYESRLQAQILGAHYMDAASDSMRLLCLQK
NHREAHMCLIKSLHELHEDTRANIAREKYFQLFKMSSDRTRLERFLITKECDIPIVRSVHTDSSHLDYKCLVELSKVGTS
YYHKGEYDDAHIAFGICIKNARDKALWRYSVSWREGLRFLIAVQYCYAQSLFNMGKCLAAIDTFLKLRRYHMIYPFPAAH
LSCAMYYVKQNRYADAMQYVNSGLKVCDSFEPHEFSVLYWPGTNLLLKECQPQNAKIKLIQLRADILKEMEPLANCQYSQ
CLNYNMEAKLKQEGEEYKGQYVLKCTRRCFIPFHPTCWTKQKNSLCFPDDRSVISECCLKPDCKGKITHVIEYDHMDKIK
TEVTVHDFNGDVKKRKEDDPTPLSNSLPSETNSKTDKGTENSKGEDTSPPVEQEPKPIKEEAKQTCNGIEARNGKENVKV
TDRQSEEKETKPKSRKKKKSKQQKEEEAPKVNNLGYAPFVMPDKNIVFRNRIEKDRELAAMRESDPAATVTVPKHRLRER
VRHFEGKDMDSKPDLPLNVEIDDSQIYNFIVSYYEGIFKEHGPLEPMDAILSDSLQNFKGKKEFERVLSHHGGLGDFLLS
LPNFKRVESGTGKTLIGLEEKPDDKGETGLERKTPTEEDKPPNGDQSSSSNEAKGDDDSKSDESNTHSSDSSSNEHKDNA
TADTIDTLSKDNAPSDIDTVDSAIGVTEGVTGITEGATGITEGATGVMDDNTGTVSGDVDTTGVQVGDIESEIRTSPETN
GGTATTEEVDTSGNDTTTGPAVEQSTTTPEKPVIEETDGNIEPEPPEPDTPNEDEGTKDNDKATESKTGDDDTPAAKEVK
EKKKKKNDKFIIGGAKALREEQPAIQHVGIEPHQHVGIGPHDVAPIRIGCTHAPVSPPPPPEIIQVEKKTEVHSVEKEEE
DEEEEEEEKAGSSDKSTQSSILDTRQTETQTETLVVRTLGINTDPMPVVKTYKENYEEVKEAYEKLLKEKKSLESKLNVS
EDTKVKMQRQHSRELDKNVKKAQSEMRKEMESKLHHNEELLKSERDKLQRERRESSEQIKTLKADNKQLQDKLNKLKKDM
QKKDKEKQDASKAFQDEKEETAKKLASLEEHYQSLIEASKKRAIESEVRLLIERKETFIKPTEQRLQELDRLCKFASQAM
PGVETELVAYREQVKASLDTFKSSIDDQVSKLNKKGAELNDLEPVNPPLSHMSPQLKMKTQLVQRSLFASLQRGGGVPGL
QPSGIQQPPGIQPPAMHTPQEPPPPPVSMVDQNMKTGGSEGGSGSDNVLTFPSANPESHSHVQIGSGFGMNSATSNSGMG
GGMGPSLSGLEQTGMGMNQTGMGMNQPGMGMGPSQMRMGPGQTNGQSSMGMNQNSMGMGPAMNQAGMSIDQGSMGMGFNQ
TSSSGMGMSLGGQTGIETGMNFSQAPNQPDMGMGMGLSQVGMGMNQFGMGMNLPQGGMGMGQSAMNMDHSRMGMGSIGTG
MGPGSLGMGHVGTGMGKAGSFSGGMSMNPPQVSASNQNPSMQPPPASQGGGAKPNSERRNFDQLVSKLSPHYPHYSREDF
KRAVLELRKNISLTGLPLDDVIQKVREVINEKEMSRMNPPQVPSSLSQMTPSDGFPFSQQPLMNQGGSMFRPNILQQPSP
MQSPPLPVRHLQQHQQQQWAQHQAQKQHQMQALQQQHQQMQQHQQQLQQQLQSQQHHHHMEYNDDNNCIICYEDMAPSDS
IALDCRHRFHSHCIRSWLKEQKTCPTCRKYALLKDEFPFLN                                       
>Aque_XP_003385103                                                              
MDTLPLPSLQMYTVFSGLGLFYAVAYVLTASDSNFVNALWDDAWCATAVVNFVCCLFFQLMSFLHKSVFGTLRSTEKRHL
QDKFWNFVFYKFIFIFGVLNIQEIREMLVWCSWFALIGCFLLTSQLCKDRFLYLSFSPSTPSSSHAKMIMFLSCILVSCA
GLFMVCAIIGWQFGFNYFAFVFSEIYVLFTLTLLTLIRQIIHLWDMHHEGLWENRNVYTYYAEFVLEISSLSVQFFHHLH
MLLFANMFLSVASLILLMKLRFLYQEIQHKLKRHHNYVMVKHTLERSFNLVGPNELRHIQETCAICWEKMNTARQLPCGH
VFHFGCLRSWLEQDPVCPTCRQTLDTSLQRNSREPTTGDQRSGVRTRRRRNWLLYFNGASIASWLPTFSLELHQPPPHHH
NTFNADMDREVNHVHTMFPDVPVNAIIVDLANTHSVSQTVDNILSGLVPSRTSNQNTTEDHQDDVTPATSTSDIDEATVR
QRDTGGKNEEKEREEENGKGAQSSDFSSTDVPSFQTRKQELINAARKKYLQKHSHLKQC                     
>Aque_XP_003384496                                                              
MQRKDKIKSRRETSLTAVAFQDHIAREFGLIREKQQGNSHRTQLTLAQRLGLVASPPAPLTDTQWDKAKEASRIRGDSSQ
PCPICQDVFGLQKQVLLSCTHTFHKSHTHTLILPCLILSYFHVSFSRIQSVWKGYKVRKWFNKYRETHPPSHPLLRAKYY
KKKFTSLTSEILESLELQLLDPNWDSATMKASQYTTTDCVICLAPLSLPRPLTVLSCSHLFHTTCITSLESFTSDYTLHS
CPICRSPYLSRAYTTSSNDD                                                            
>Aque_XP_003383904                                                              
MNDTLADTPSGRDSPKRKDKIESVLSRTAGGGRVRRRKGFTSNRVSGLRVAALRMAESNEELPPPPGEEGMATNTTTDST
PPQYIDLTNDSFIDLTTQQSPSIQRYSHSSSSSETPISPDVVFISQTYNNDDCIISSARSSSSSSKRLKKTEEKDTALAD
SKKLTLSCPVCLETVPQFESKGRKVSATICGHIFCNYCIRNAIITSHKCPSCRKTLTLKQYHQLYL              
>Aque_XP_003383209                                                              
MSRGVSLRRMCSYIVSQRIEEALSATVYIVHQAGPTGFVLKQGESKYKVFLGSLHTCTCSVYRKEKELCIHILWLLLKKF
RIPKNHSVIFQLGLVEREIQEILNGYLTFQDPKTHDRVSESGSCDRRPISLGDVCPICQNDLLGRPQKLSYCKYGCGKSV
HLKCVKLWAEHQKSQGERAIICPLCREKFSTFEELRKELYTKGNWSAKEPLHYGITCSQCGICPIPGKCYKCMSCRSYYL
CNSCFTSNHHSVHNFHFQLKPGEVWRTATRGTTDITDDNPSPRALPQSLINDLQMRELSASDYDLLLSLDSNNADDVQAM
TASSQLPQIPPPSAPRHLPNQFRTEPLDHDHPLLISEASCQICCGQFQRGEWIRKLPCKHQFHRGCIDTWLNEEGHVTCP
VDGKNLYNSTEEAVHHHHQRKRCSHTKLISGTRRTGHIYSRQASGTQSPPMELGILGHSLTTSNGDQNRPCENIPNAHRT
LTAIRKGSAIQQLRSAAHHGRSNTAYFDLHVTPIFGSQNSIDSPHGSSPPLLQTGPVPFSGRTGRRSLDASTEGRRTTRK
QHHGLIGIPTFTKPSSSVTKRNNSSKLPKIAQNRVDVNSVLRVSSISTSLPPIFSGHNNICN                  
>Aque_XP_003382682                                                              
MPLLLLLVSSFIVYIVDTFNLLYKYLDSIILGGHAFHLTCLNEWLKHQKTCPQCRESCTPRRTLRLYLEDANTTINMSSQ



LDQLSAQDLKEKLQEMESLSKEKDEALKKAKKELEEIRQEVTAWQAQCDGAQFKIEKEKAISESLKHKLKLVQSEQEILK
EKAKEATELKEKVHTLERIELLLSGTRDEAHEVIFNSSSTSLSNYVIALKSEYDTLNERKVVLQREKDKYLREVTNLKHK
VRSLNMDLQSANSDVLTLRADLQSAEVEKDNLRKKVHLLEKALESPNSRTTLQRILESPMPEALAKRQKLMANDCSPQLS
TGKDENAEPAASKPISLTEALVPVRKLNNGATSTISSGFNGFGGQSMFIKPKAKAQAKKPFKFAPRAITNDNSKQTKLLA
MKLKF                                                                           
>Mbre_XP_001749840                                                              
MRTTAAGVALLAALLLVGLAMTGADEAAAVPEVPQEAEGLKHAEGVEADHPAAAQEPMDHGAAHRPNHHEEAQRLYEARE
RARMARMSPEERERYEEFKRKRDAYEKEHKGHEAMHFEMFLVLVGTLVLAQILLTMWKKRHFASYQAVTLLGLWIFPIYF
AILHEVWRLILTWALYTLITGYVSFLASQRQLSVKTPRKVYWYFVVVIKLTGFIGITGYVIAVFDFFIGPYLPQPANMTL
MSLGLNLLFYGLYYGVMTRDFADITSRWMATSIGYYSPSGMTTRQLKPDVCAVCGDSLRELEDVGEKRATLPCGHVMHDF
CIRGWCIIGKKQTCPYCKEKVRTVLCHDGSTCAGPPFYSLLTRLGHGSLDLILGHRCPPTQVDLREQFPSPWSRTDVMYG
QLLDICRYFVVWYPVIIQLVQGEFYVLGLH                                                  
>Mbre_XP_001749776                                                              
MSTRAKISRRELCPICLEQLAAGGYQYRTGQVVRLHSCGHCFHRSCIDSWLQQATTCPTCRVEHPELPIDCIYLGVVSLG
RTETPPLGQLSDDVAKYVHTATQSIEYSRECKQMLRLRSSCVEILASPSAVDKASDKSSSPLLLTVRLHNIASFHSLHQA
VVLVERAKSHSPKGLLHHILQFDTDIQASHCIDRLHDASTAALKRIRQHSAAESTTATSPRAASRNCTDASTNSKASNTA
STSSPIQSSSSQRGAAID                                                              
>Mbre_XP_001749321                                                              
MASDWAEERETLLAIYDNAIEATDQGFYMRLRPDVDHEQQCFVQLDLTFQVPTNYPEAKPTVLLASPRGLNHEQFTRLVQ
DIEELVADASEAQEACAIDVIQSLKTGLEEMNQPPSTCVICLDNLRSDNLYKTRCFHCFHLSCLIRYLYYRHHNMEADMT
AEDHARLRAQYATDEEIAAARLKEERAKPSPCPICREAMPADRTLKKAAEEIAGMPPTLDPAGSASPVKDLPMPLSPQQR
KEQEKRQALFQRQLAKGGIICAS                                                         
>Mbre_XP_001749213                                                              
MASSSANATPSKPPSMAPTNDPKTDNCVICYDVLCERDHVELKCHHIFHHDCAWQHAHSLSATCPLCRAELAVINYFDTA
GHSKSLDSTPWPAFLESRAERRRQVDLGLPNLLMQMLFFGAAMPPSFLIRESDSNDGAPHLVMAFQGHGPDAEAESTTPS
ATQQRISRLRNRIRENSREAQARMFARRNASAPRRFSRSTPASNPSAQAEAESQVGMPSIPAIEGRFDFASFLRNALADR
LPSPDQRSSSATTATTPPTTTPIGGVTSTATAAAAAASSSSSSSSTTTMTTTNAEPFSPNETRVRLRITRRRSLRHRPHH
QPPERPSTSRLTSPRPATRSGLTAQGGVQALSSSPASTVRELPFAPFAPLEPRFASVEAALPSQRPEAPAPLLEDPFLRA
PSPPNFLFTLSTTNDYHSNDLFCASTPFTAMSGGVHEASEASSDSGERLAKRRHPSVDSTSMTSGNEARIATSPSTGTPA
PRRVCRLDASMDEELRALVEAEVAAFRRERSMVDAPKHPRASETEPKATPTPSFAAKADTEQRVIDIEPRFFGYVCGPRR
SHLERWQTAYPDVRVDAPKGYDDQTSFLVLTGMTHQLNALEAEIQAKVEKYVPRQMLKSVCCGKESEWPLLKWMTHGGVC
RARHTAQRQRSRICKSFLQSTSTSHLVVDWTNLEVGTKMDTGYKGLHHQDHRVIWSALAEALLTAHPGGFQTACAVGSQM
AFRYQDELRDYGVDVVSERRQQGQGEADVDDLLHGHILSLCDCGVAGVAGWLVLVSGDGNDNRAGQGSSFAQVVDRLLEA
GWSVDLWAWRASCSARLLARLTASGK                                                      
>Mbre_XP_001747049                                                              
MAFTWLSVVVWAVLLLLPASGVADDTVTVGDTYLVITYVGGTQTREHWPLSVYCPQVPAVALAVDLYAAFDQNEQCRTPR
HALPSETAMYARRLPQCSGDTLVEMAERAKAAALIVAGFVDDAGNVDVDFDTTPTLSVVYLDPETAARVDELLWDSSIRD
IQLIVKPSESNDGGVATSQAAYFGRVAIFVVMCGIMITTISIYMHGYFLRRRIQGDASRVAYCIIGNRSNNYRRAGLNNS
ARPLELISARQVHERVAAILDAIPQYVYGHEKQVFSAHADESHREADGTACAVCLDDLEPGVMIRQLPCQHLFHKDCIDP
WLEAHYTCPLCKFNVVRDKLGVPQASPSQDRCGRPFFRTRLVSLSLSLFVALSLSLSLSLSVSVSLSVCLSLSLSLSLSV
LCLANVAAAQQGCRRASNKAGSGNRVVLVEGVRTPFLMSGTDYNDMLSHDLAREALKSLVKRTGIDKSQVDHICMGTVIQ
E                                                                               
>Mbre_XP_001746521                                                              
MAEVIDLTLDDAVAEDPEILILDEDNEQSLTPSSGWAQRGEPPTKRHRTSNAQGPANQVTPHQALAPPATPVAAPPKPVL
GDCPICYDQFMPDRIDIAVCCGNAFCTKCANKLKKRKESCSLCRKKKFKSIKVHGLEPR                     
>Mbre_XP_001746197                                                              
MACWDDAMFVDTLRSDHPARCAICQDIMCDAIQCPNQHCFGKECLERALQYNPECPTCREPCPPEKLKPALFARSAIARM
NVRCPRRDEGCPDEFQLADREAHEMNCGYVKVSCPHSGCKRSVLRKDLNTHALNCEHATDQCHVCDEVMPRSKVAAHSCF
RSVVTRMGALEARLTALELRLESNIQVQSDKTAPQTADLPPQQQREGHTSSEDSSSVRSLGPRRATAWQRPESSRGLQRS
ISGSQPSPAVAQVARPASVTSTIDLAAATGAMAPLSNTRPSEFDIVIAAPGVYNGCLADGTCGYIMRDEHDHQPFSVSNL
LGQFWYRESEVCAKTLALPWCDTSIVIFTVAPAGDYTLVGTTVDAPR                                 
>Mbre_XP_001745620                                                              
MAAVAMPKSSLRALDALKSRLEAMKRLDPRSQVNGDAAGAGESQDVFCETSASTPRSADFEFLNNMCTSTEFRSLLKMHD
RLATATAMGLQPVATDGYTRRSTVLDALQVVPPELREAALECSRLLDSPRLKACFRAYDVMATDDFQASHADETARVVRR
SEAQLRDGTTYLRLHFRKSGEPLGCTIRADVQPDGSVRTFIARLLASSFAERCGLLCMGDELVLVNDLEVRGLPTDQILQ
RMSENTDELILGVIPKTTSQPGTKTLRNTFVRALYSYRPLEDDWAPCPEGGLAFKRGDVLQILKQDGELWWQARRVDGPA
DQVGLIPSSLLQARRPQYDTQELDGSRGGSEGGVREEAFYEAVVLVQPEKHRPPPVALIGQTCAPRFVDFPLHPTFCVFH
LSSCRTVMFITVDMAGPPGVGRQTLKALMLQTYPNVYRTCIPHTSKPRGRDEIPGETYVYVSRKEMEASIARGEFVEYGE
HEGHLYGTSVESIDRISAEGHICLIDTEPEAIPRLRNRQLQALVVSIRPPNLKKLRETRQDVLSHRQCTNMLAAAETIDR
AHGPVFDFVLINDDLVTAGRRLHSFLSQANQRPRFVPASWAVERAQQPLEPSLVQTILLALIDFQASWCLLDHADCQCSV
EANSDTQERSCHAVTTLPEDCVCPICLDPDSEATLVQLKRCKHIFHAQCVQGWLEKNTTCPVCRTIVTGAVEVAFLATEE
LALPLPPMTSFSRALQAVARRYHNNNRAQKHRVKASLVFDEEKFELLPHPSRKGLFHRRLHEPGPVFSTDVPHVKEIYRY



GCIMLICVSETLDHDVTRLALHVLRHESVTQNANTLANLRSICKTVRSRLGYCMSPITEPPSNESSSSPAPTVDVSPHSS
ASTPSSSLA                                                                       
>Mbre_XP_001745364                                                              
MLPNGNRQVLSDTAYYSLFSDIKSIEAAFYVLTEDDGQTLAPGCQPYPAPTNESFILMVLRGQCSFDEKVTQLATLPNAV
GILIANDFDADAPPVMSGESSTDIVSISITQDMATTIKQLADTTNDLKVRVEPLRQVDPDDTSIDLSNWLFGHIIVFGVL
VFVLSGCVLGTYYCRSLLTRMEQNTTRREVTNILDRIPTREFQGKESTQASDDTHVTQQSPQNEGESCVDQSMPASAAAV
EDDDALSVATATTVVASAAAACDEDEEPMCAICLAEFETGDVVRTLPCKHEYHKECCDPWLTERRTCPLCKIDVLEAINS
QENAAAADAGTPSTRTPRSRWNPFGRRGQAIDIENPAPSPAPVAPASLGAIQMVGSEGALPMTASVLPAPVAASGSSPSP
IRGYGAIDAGPVATSPRLRALSGYDVPEDAQSHSSMDSSTSRRQLLSTSSDDSLL                         
>Mbre_XP_001744783                                                              
MLSEFASGHGAHAHGCQHYERHCHIKAVCCQRFYPCRRCHDQDTESGCDTVEMDRKAVQRICCQQCGLEQLVSEGCLRCG
CRFGKYFCPLCRMFDDQLSKGTWHCHGCGICRVGGKEAFTHCDRCRVCYTNKRFEDHTCVEDAMGRDCPVCLEFLHTSTT
AVVVPKCGHILHRSCYDEVLTSSTGRCPVCSRTYQRDLKRIQNLDAMIEAEPMPEGLRDQWVQVLCNDCQQKSWVGYHVL
GHKV                                                                            
>Mbre_XP_001744653                                                              
MAAVAAAAEAEVAAGLELRDVLETLSVLQNLVLRSSIPSLVDVDELRELTCEVDASANCTICLEAHSDTNLPLVLACGHW
FHLVCFADYENTVCPICRKDFASELQTCGQCDLRSHLWMCLTCGRHFHKTGHGRARNIDTGQVWNYASDDYEAEAGAYMK
ETSLLLEQLATEERHSLMQKEYRARSTEVLQLTEACGQLAVDIEQTEGQLARAQAQLEEEESYVELLLSRPLATAATSDT
CASVASPSPSPDKKTIKLLVVPHNRDQ                                                     
>Mbre_XP_001744644                                                              
MLEADCHSCLFLVVPAWGCDVRLYNGPGSLQTRPVVQLAVCAHYFHRECVAEWMSEHHSCPTCRSHAAVTRLACTYFGRI
AHLPKSENSGQLPSSVHALLDSIETALAGSDLHAHEQHQHDLIIRRTCVSIGKDKTRLELPLTRLVSFHVKDNLVILVEG
PALDALDKRNACHLLLLPNMDKAQLCMDVLLKTTRAFAEHLATRSGPNRPLAASRESINSVDSTDSAASVDPTPEQPARL
NVVVMIIQREQKKKKNKKNKNKKKKKKKKHMKPSPLEERKEKK                                     
>Mbre_XP_001744643                                                              
MPGTNKVSRRDTCPICLDHLVEAGARALAGHVVRLRACGHYFHRECINDWLQNAHTCPTCRVQHPEVPMTCINLGSISLS
RADAPEPGTLSPAVETYIEAVVEASDYSQADKQKLRLRGTRVELFAPVSSAPSQDKGKGKDKPTHQRLLNLRLENLISYH
SLREAVILMEQVDDDGHKRLVHHIFQFESELSASRCVGRLRDASTAVLEKLQRRNDSLMASTVSILSSQSDYSDVSLANS
ATSSAASSTVNSNRNSIIA                                                             
>Mbre_XP_001744524                                                              
MSLRRGSSRDLSFQWFGNQAVFLGPAELALYTTAWNDHLDQEASSTLIGRFEQTFGRILLVATLFKRSQKRSMLTIANWK
RRTVIITETCLLYASGNPLLESDAKIRGQVALDAVIEVSAVPPTVFHQDCIVLVRHEHDLHIDCEGLSPSIFITVLTRAQ
GNHAATVARVIDNYIPFRYEACNPRPASELSVVQATREHLGAEAGFYVLVDLCYLHNVDDWLQKAADVTRLLATCREKVS
VTNVPNWLVLVEPNQVAALDPLFLIHAADTEDVLSNLANRSELRDYFIEAIARRHLGNLDSWQETSTGSTVRLWTWVDYF
GLCGMSERSDDPYRALELSGLATAHNASTDDCINLLISSHQVDPCPGLLKLNYREDFSLRHQVVVLALRQLPDADPVLDP
LARPALTWQTRAESFECERTWLHRVFRRWQDALGFDDSVEEELLPFFREQLAPSEMLSGTLLGLLSAGFTQVALREEHAC
LVRCVQRMVRHAWGRAQARFGEDKGAVDTEALSDVLDTESGALLDMAVMALCGATTAPELPQNLCQSLVRLAWLIALDAA
QDAQDHARLLLLALALVEVRLSARTHAWAAYLDRWAQDATILDFLAALLEAHNLPALHLPCHEFPATTRLPDDTVGMAVR
DLVIMLNGQLPVPEVVPELDVALGPPVDWHRCALVFGAAVTEDDGESFGFEAAEAEVDIMATASGPAAPVSASSPETQGQ
SPSGLSNAARWLCFEHEYGPALPDVPTGIDVYGENTDANTDANVGFDWAEELANGVLQVDEDDCSDDDGSTGEPYTYELM
DAADFLAEEYERDLDLHRRGFVRRQGHRTKAIRSEDRADRRARRRRLVPASRSLPFLATFQRRHARSIQKQAAAPDVLAA
APAQDWAKGTCHSRPRNTANTPEWDQPLPPVAPVLPAALRAHVLQANAARTARDKLLQDLQYRDITPEDYELLLELDEQL
PKTTADPALLAGLVVVSFAALSDHASSKPIDCSICMEAYTDSSAVVALPACHHVYHEACIRTWLEAYGAKCPLDNRSVEP
MTMGAV                                                                          
>Mbre_XP_001744497                                                              
MNSLGIKVCRRYQCCQLWAFLLGLVTLFGVAQAVPTIVARRDVANLYGRIRVTTASSVSPAADAWAVFAEYAMPIAPIVG
PLVAASHPLQCAMSPDPDLQELLASSASNNPIVVAPANFSATCTPYQLARQLRKAGAAALISIPQDSFQSYARVLQRTAT
EVELPVWTDFAHVSVTGPDGANLWRLALSGANARPTASFHPSGVASSVAPATTEDGSATDALPHNGFAFHAALILAILAL
LTVVCVITVFIAKRRRYYFSNWNQAEQGTVHRQRALLIRHAMAVICHSDRVRTLPASLDEKPASDLGPIPLSSRPPASPA
SSTAPASPSLLTPLSPALTSMLTRAPDTKSDDSGSTECVICIDDLGPHCLELPCTHRFHKDCILTWLTDHYTCPLCKFHL
LLNRPASLLARLSDTTLHELTILVAREVVLSGDANLPIRNVDAVIDFLQVDDGEAEPDVLHQSRQDNSSALTPSSGADTV
SSRSSTRPAPPTGQLQHALASVDGGQLFPPTSLLGRARAGASAVHTEVLLDARTRELEWDDNELPSQQGATASVIC    
>Mbre_XP_001744459                                                              
MPLPASPAQAIECAICKAPYEDKAELYELPCDHVFHTICIGAWLERTSQCPLCRHQLPTDDEAFEEQQREEQRQRESAAM
IERMHSTMFG                                                                      
>Mbre_XP_001744458                                                              
MATIAPPHSCDATSRRRTWSHALLPSISTDDSCAICLDPLTRTATQDQRPVRLNICRHVFHQACIADWQRQSDACPLCRS
RDPNAPIFCRLLARVSSSYAPGYKPADIDATILELSRSFSNIELNSTTLPELRLRLDGLFLRVQEAGMPDAKGFSINLHF
VVGWHDLGRVLVLDVKPAFQSPIIHFVFHFASRSIDAPVDIEETRELLANLLEGDGSEIRGTLAQHIQQLMELFTLAYVT
CRV                                                                             
>Mbre_XP_001744450                                                              
MGNVQGCLRGGRYRVVHGSADTQETTFNMDGDVSNATSGAHTATLMYSQDLSADQQDDIPASQREAIYKQVQNTVSKLER



TDSVDNMITCCICLDTMFEPVRAPCNHTFCRVCLRRLLEYEGATPSCPKCRSSLARLDPDQLEIDLKLLHTIQFNFSEEL
EGRQAEAEEEERAYQRAREDRLRRERLMDSDPLSLMFESEDDTNRRRVLQRDLQLLSSLGFSVVLCQKALFVASGVHAEA
LHWLIRHQHLPHANIPWNMTQLQEQMAVRNTRRNAIEQIMMPTLENVVSGRLQLTISSMTLASTMGDAVWCMTSSGFRAF
HQPELVLLLKCHPSVEPDEQDPFLGDPMNRGFLLCADFGQQLQGVPLPKVQHLFMILLRGPDLEFATRYPAHYLLRCGRR
CRTEYPYPLVTDRTEVPVCNVRSLARMAYLDAAVW                                             
>Mbre_XP_001744385                                                              
MVRVLPYLALAGGAAAGAVYFSFLEHKHYYPAMVALYNSNLSMLTIYAFMVLLVLAVVRAFQYMFFGALRPIEVERLYER
GWFTFTEILLAMTIFRDEFNIRFVSLFVLLLTFKTFHWLTQYRVEFMQQTPRLTWMFHTRMISVTIFLTAADAAFVYYAF
YSVVNYGLSMQLLFGFEYLIQLVTILTTFCKYILFVIDLQHDEPWEARPIYMAYLDLLTDLVKLITYVLFFIMLVNFYAL
PLHIIRDVFMTFRSFLKRCHDLIRARRATANLEARYPNATPEELASDNLCTICREDMDVGKKLPCGHIFHLNCLRSWLQQ
NQSCPTCRADILALDAAQQQQQAAAARRNPPAAPVNNNNANREYPPGPPHAPAQAPATGAPPMPQPGAPGPAFPHPPPFV
FPPPMTPSSAPGQDAAEGPASGHAPPDWLHGMPPPPPFGMPLPFMAPPMPLPPGFVPFHFQHPSTSEAEEEEDHLATLSE
DDLRALEGAEREQVELRIKYLRRLRRDVDRLVARFSQIEGVFPPTPQYVPASSMTRPEAMSPDMNARVNDDAADDTAAVA
TEETEPASAPAPASSASLQASSVLSAQSAPSLPDADSEPSTPMTPPADELREIRQRRIRMLSGNRRPQDDGVDE      
>Mbre_XP_001744362                                                              
LCPMAMALGICPDDDCIHLHGLVCPACGRAHLHPYAPEEHDAQTNACYEQLAREHEQQDVEERSKAIDCCICMEPVLEKP
TASQRRFGILPNCDHAFCLQCLREWRAKHEQGSAVRSCPICRTISYFVVPSSVWVFSPEEKAAVIAGYKSKMSAIDCMHF
QMGAGSCPFGNSCFYRHRYRVRLAWSASLIQSCLPMRLRHGSCFV                                   
>Mbre_XP_001744100                                                              
KGEQCCICLSVFQDNDRILVLPCSHGFHHQCVGQWLRQQRRCPLCNRDPFSTD                           
>Mbre_XP_001744022                                                              
MAATAAQSCHANMPAHPEEHTSCVICLDDDAVHEPMTMLEECKHVFHTGCLQGWLDQHSSCPVCRCIAVNAHPCAYRGSF
VIPYACSPTALHKLMAKHVSCHRPSSRRFTWTLSVTEGSATLMPRPSKPKARWFWRSSTDVDTRTPHHFNMRNIQTVLAH
GECLLLLAPETHARQSSSATATHLRVNILVLENTNVVRRTARTPTHNLMLDAHHHPCLWFFSARPLRHR           
>Mbre_XP_001743670                                                              
CSVCQMQFELNDECRRLPCEHLFHQDCLAPWLAQKSTCPVCRTDCRASAASGMHPNPWE                     
>Mbre_XP_001743570                                                              
TAAALVRQTLRCPICLDDFEAGQQIRRLPCLDVFHRHCVDRHFESSTICPLCRYDLRT                      
>Mbre_XP_001743568                                                              
MWASLVRLSEALVRILTRALAWFRRSLKWLRVIAFTAIGIAFATMTLRTAWNTNLVCVAYALATYACATIAGIMVATARR
SPALMRVFEHHYEHLDLGLLDVTLRIWHLVLRWLASFVTRAYNGLRRLVQWDNLVAILTQASHLTLRVVRPALSTITAMI
MRIWHSPLLPLMASILLIYGIYLHHEGKFDAPLATSYHMMGLLGARVNAAAIWCSTSVSTVMWVVWGGVQAVVGAVNRFI
LDLSHLDFYVSPTFAMSFYVVNVLLGRFQLHRILPFKTILVPALILGSGLWLTPRHIWIYFVVAIFWAGISAGVWLAEAE
RRRRAGERLQRMQRMQTTRRGAEIVEMIASQKPDQVYEADMCIICFAEFDDASSELKAVLPCGHQTFHRSCLAEWLDACG
HDKRCPVCREPVETSLLHYAF                                                           
>Mbre_XP_001743069                                                              
MQSSEDEAFARALQAEEYERSCASTADAKLAEELQAQAYEEAGLSAASAVVSARPLSAVSADEKLAEALQAQEYEEAADI
DRALEENNYEALLALDDDNVRIGIDDPDAVSFLTSKALEEECSICLDTMAGSTAVRLLLCHHGFHDECIREHFKTSQVCP
VCMSDLRELAAK                                                                    
>Sros_PTSG_00026                                                                
MPPATTANAGFYASIDSLLQPEPVQTASFGSLSKSEESQECPICLDPDCDQRLYRLKDCGHVFHKDCLTEWLQCQTTCPL
CRAMLHAAIELRYRGHYSVENKSATPKAMHSLLHRLIDKVASAGMFSKFNRCVRGGFNCDSTNIIFTTREGLSEGQPPRH
VVRLFKRSDPSPEDSVNIDLGNMREIYCRGRYCLLASFVPGQGTDRYRVHVFDAGNSNRAAAVFSKLREVCEPRSYIRGV
RYE*                                                                            
>Sros_PTSG_00111                                                                
MANEELEDELLNLEAIFDEQLRIAEDRTSVEMTLKPDVDDDECFVRCDLRITVGDAYPNKPANVLARQIRGLSPKQQQSL
QQTLTDTAAECAEAEMPAIFELIQRTKDVLEECNSSCVECGICFEAVDAETRCRTPCFHFYHRECLGRHFHFWRTDPQLD
MSAEAYQAARRVTKSREEAHAHLLKLKSREPVPCPICREKLADDDIPSFDWRHIRPYKNVDIDSHSIHLSQAMVEQQRQR
LDVFRHQQQHDCLISKGIKI*                                                           
>Sros_PTSG_00796                                                                
MFSFCRRVWYAHRRHRRHRRHRRRNRRGDEELQPIEHHDYDFENSGALQAWRRMSTTRNIFMLDQGQCSICLMTYFIGDT
VRVLSCEHVFHAHCVELWLNTDLPRSRCPLCKREHSWAMLAQQLEERNSADNGDSGGSGNRMSRDGADQPSGSSRSDAAG
EVLEVEEQVEGTEPVRASSGDEEEHHQPAPGSDALPQERRHDQDGGEELDDNSGAEQAATPQFRHNAHAAVL*       
>Sros_PTSG_00854                                                                
MASEEDKLFCAVCLQEPGAFDSDDEAHNNTSNNTSNNTNSNRHAASSSSLSSSSSSSSVAVRRSARLRHQQQQQQQQKKV
AVAARPESCTHIFCLACLKRWAAEAHSCPLCKSPFTTIHHIDPQTRAVCGQEPAPPITANDDEDEDGDDAAAFGMPPEAL
FLIEFINSLLSQPTNAHPTVSDDGYVLDGFVVDDDDDDDDDDDNGAYSGDDGDEEYIPHADEHEDEDDDDDDDDDDDDDT
YEGRHRFNHSNDDSVIVIDDDDDDDDDDDGEWLSTTATRRTTRHHTRGGGRSGRRGHRHAGLASSSSSSSRAAATTRSSS
SARRSARTHGSRHATARHRAARPRRATRAVRASSPASPRVRRAASPPVILSPVMTRRQAAALAARRNSGSARSGGSTRAG
SRVSATTATSPPSATLVDSARGVARPRRTRARAATPPPPPPRTTTTRTTTTAAARATAAATTATPPRPPPPPPPPLVASS
SSSSSSSSSSSADSLPPAFQSPRSAPSAAASSAQRARTRTTVTSTAEQLMMQTSISTSPAVLSWSVSISMSPLRRTHSLP
LPNDRQPHQAHHHQQQQHDWLHPRRGTPSPSARPSSSAAASSVSSAAAATAPTSSPLSSASSSLLLSPGRRPASVPVDLA



ATSPQFDRTLSRPQRRRRRRRRHSRHRASSTASPAAAANHGHHRHGGGGLGGDTDIDDAHDDDDNDDDDDFAELDCKRAK
QTRGARRHASASSMHRSTRHPARPTTVATPTTTTTPPPSRAMAGTNAARTGASCVDQLFSSPEFSVRATTNNRRRLLVSS
DDDEGGEGGDGGPDSPPVGSSRVRGGTRRGVAAARPSRLRSMLSPSVSPAAVPVVRSSSDSGGGRGHGRTGSRVMRRIMS
DSDDDDACLAPAMRTHMAMSSTDDDGDDDGDDDGALASRSSQSQRRRRSSSKRNSRRRRSRRSGTPTLFGADADADDDNG
DTATDGSDGSDGSLVAQHDAPFGSRKRNCDSACFAMSFVDHTPPSALTPSPPPPVPVLMSHRSDDSDSLDSGCRDLAAAP
AQEKQKTKPTTKHETHEAQAEQQEGQRRVRRRRRQRGRLHHAPHVDPATP*                             
>Sros_PTSG_01380                                                                
MARYWCHKCARHFEASTSPESTRCPSCQDNIVELVASAPQASTARAQRTARASRTARASGTQATAPPQRSSSSARASPTS
RSSHSLSWTLSSSSAPTSATTSPSSAPPLPASVLTNLAQQQHRRAQERASLGRQQPHQQQPQQQQQQQQQQQQQRQPQQQ
QQQPQQPAPFFLQSMMPPGHGGPHMHPQHPLRHHHHHHHHHARRPIHTLRSGEPEVASHDHVHHPHPPPAFTVDLLTSLL
PAFSFAFDGSVGPAQPAYNPQDLFDRLVDHTLTSTDEEIGEACAVCLQQFEENQHVRRLPCRHVFHVECIDEWLQSVPTC
PTCRSNITDELDRLEVQPPVV*                                                          
>Sros_PTSG_01935                                                                
MTGSCGKNSMSYAACVGIRATEPVRPQPTGTPPTTPPTTVLTRQTQRVSAATAWHQLLPFLDAVTESWAKHATHTCQGSG
DDADSASTTSSSDSDSVASLCFHHHDRHHDAQSPKHQEQQAWEKTNKTLNCNAANNDKVDDDDDDDVDDDVGLEDDNHAP
LLGEQRLRQRISEGLLTAALRNDPRFAPETKLPRHTYASSVTSCSTPTEQHTEDVCALTADALLVLQSQLTEVLGDSQWA
PAAMSGEGSPSTPLADDANAAQLHEDDEDAEDAEVEETAQHKLWDRWDEVGERWEVHALNRKRGFNVCRSTRRNSHLRRF
ERTDIRAARCKKHKSAWLEKKKARIATNKLEHPHKGISAQRREYDASLNFGWQRGPATQQNEVNWVDVIPYNGGVVEPVE
RVQRESRAIYRYQVPAARPTTAITRNTAPAGATPLERLLVDLQYRDARPEDYELLLQLDESVKPKTLTRDALSKFRDVVP
SVQVPAPAPTAATVETPTSDNRNGSGPTPTSGSPTNTSTTAKGDNDAPAASAEDDDNNNNSKSTTSSKVRKRGVEPRHAA
DECPICLEAMGASQVVKQLPCGHVFHCHCIEAWLLNYGITCPLDNISLEDMLESA*                        
>Sros_PTSG_01964                                                                
MAQHRTIARTRDDDDVVALHAHGSTRVVDQEEDDDDDVGVVAERRRLLDEAADAEDGDGGGMGVSSRAMPADVPSVNRTN
DATKGATTASTTDTTNGTASSMANSSMANSSSSHGTLKDPDGDEQDAHGDEQESCPICLDALNDKALLDGCFHSFCFECI
MSWLNVSRTCPLCKAPVSSVIHSIKSATIFKRITLPPQRPPAPEPAPPFSRHHPHHHHHHHRRHHHAGAFDARRDRRRHT
TSRWSAHETVADERRRETGLDRRRAVYAANMRALPEYDEQLRARERSIAPSGLARDERNRRRVLAWAKRDINALVPTNTA
FVYAYLESLLSTTDLRATHILVQSLAPFLLAHTELFVHELQMFARSPLSMPAYDAHVRYQVPTTDQQRRMAQQHGLLLGP
PRRPQQQQLQQPQQHQQQHQQQHVPGSSFSQLQLAQRPTISGSAASIEDDGMHEERRQRLRQWQQQQQQQQHVPRAAVTT
PTRVMAGAHGQSMSSRPPLLPHPFAAAATPAQPPYSMPHQASMAPSHPMGHVPQVRPPATLQQRTSGNDSGMDGDEWVPH
TEEDMRLLRELRAVRAKRAKVREGVLAGGFSSVQVGQLSMPQLCEHVHQLEKDVLQRRKRILALRREQVNQLREAVSTSA
GVAGRGRGRADGGGNDSGDDSAD*                                                        
>Sros_PTSG_02092                                                                
MSKLSEIAAPIPLRSHAIQIHGEETENKPVSKTDKDASTLGSTPRSSQQKLAVVLDPVQVIDMQLTPRIVISQLESDDPA
EVNKAIEHCISIAQYNQAQLSQKARYTQLLIHSALTFVDSTKYPAVNDAIRAFEDIFSMTRSSPSPTPSPSSSPPTPASP
PALQLAHADAAVAELSMLSDLRRAMFTLASMETEPSAVPLLTLPLRIHDPSAAVDTFRPSAAAIDPSIARCFVGQPNANA
CHLFEQHGAGVPGAFLLPMAPSRRRRSPLDPPARTDTSEAPQHIVCTAKPGPLVLGRRANDAPGIIRNLDPSTLDTCAVF
EQEPGTPPDDVSGLPRPKPRRPHQHHHHQRRQRQQQEALQAQYGGYERLLGEHLVALVPAQEHAFACIDFVDQHYEMRFF
DISQQQQQAACTEPKLVFRAVLCMPLTLGKNIMVQVSLADFQVQKNQGVAWPVNILINPKASKSQSGNGNGKGSSGSSDN
GKGSSENESRELTDSDMLFLLPNGTVTTSTGSLMSSIAPGEHVKGISTTGKRGGIVVHTTAGVISMNKDTTAFEHLRGYP
TPHALEHVALYGRQNAVVGVTRSGALVLRHVRVCEGLWSPVVPVIIDRQSPDSLSCRPARPLLLRLHGTATAEVTNVHVT
DTHATVTVRVAAEHEAMAMQHLTLTGSAVEAVAIDKEQGPPAMTSTGADGDGNANSGGGDDAASKAGGQTGLAGKGKRRK
QKASGPRVTLVIKARLGAVHEFGKPGSISGRAGPAMAAMMQGEQPTISLASKEDALALVHHVSAPVRDMHTEEVTADSPF
TQGSNLKSSEIGMSGKQLCSSAACFSWSWLITDEGNLSFGVSRVAESSIASIVFAAEPPAANFSHPLQCALVTARIVFFA
GWHYFEVIVMPPPPSVKDDPSYEGSGRMCETTASYRMRLPKIEGTERLYVRLKAKARAKPVACPIGPHSPFHLKHVSGEA
PAEVALAKTRAVDVVSGSRHALVLTSSGAVLSVGNNAFGQCGRSTAHRGLRVRRGVCDREGHQMYPDEMKHVCTSCGRWG
EDAASETSEECALTPGRRRAKVATTSCVRCYRCADCVDKKRLLTDTLLDTLDAYVALGAIELPFARCVQVAAGRFHSVFL
SQDGDVYTCGLNNGNQLGRELAFEPAQEGFGQHVPCLPHTSATLAKVTLPDAASSPVLRVRACGDLSLLLTKSGHAVVCG
GFLPSKCIDLQATLGVSLYLNNARPGQRHTAPGDSQLEVFVRSDKQVVAFAHTEWLQDAQEKTRVIGGVCTDYVCLLRQT
SPRLKPNVWEYVRVFKSELASLQKPSSCTITFDDDFEPVGFVPELPVVFGWTKSSPDAHTSSSSSSSSNATASTARTKHA
LQFRLMHDAPLMEQTILSANKQDPLLAKTIANITQLLHNPFFTSGEAERLRRDLLPSLRQSARSAAYACGMHIKRSAHAL
TAVGMRPEDHMPEFDLATITIVVNTACLVRFALKDAEVSSNSFGDTPRRRHLLAPNTPCTVTIRRKGHSPCQSAFDCETV
LPAVVARLESTSRFVCGLLRIDITELSPLEHALLPLEFSLFCTSSAVAGAYDAATALRTHLAAAAAGSSTDTTPQGHMTN
AIIAQTQLAAIAVNISLLSREEQPVRQGALHPDLPGLLSRCLMQVAELKVSAQGADLQQWQRAFHQLMDIVVILTDRNSL
LKRALEQFARLDARESFTLADVAQAEVVAFTLNRCWEHVSSEDLFSVLGISTLGTVDDADKLVCLFQSFFDFTKKTGASA
RTQFFLLIRSCLQAMVQWTGDHADKKGAAVFLTELLDLLLDELTAIKAGGNAANEMELLSSLSSLLRVCSKWVNNLGSSS
KAPIERLLRSLIGIYTVVAGTNRDALAQQPSPSQQADVYGSEAFGHVCTVESAHPYTHGLVEVKHVSFKKPCMVAIGFHS
SCSLASPEDRLSIVAETEAGDKTVTVTGSDTFPEAFQVTPATRVTFRLETTTREGGSAEDDSAAFGYRCQVVAFPITALD
KTVDSPTRDTIETQLADVTIKLCKRVLGDVTSDKDEAQVAQVALTFNPTFHGQAVKIEDRAAATKAGRVPGQIAERPEGH
NRACCFSLFPIALKDERKEFAVEVMESDAAKAGGMAMGFVVMPKMEDEYEKPPLQRLFKSIPSSAILINENSLVYVANSE
AYKGNNNLGTVSKESNFLHLNTVTAGEKIKMWANKEGELFIQGPSQKDPAKIPLPAKVDIEQDLYAFVDVYGRTQRVKMT
GTSEVRLEHDPAYPRSAPCPFCKAAMVMTRGYADVTCEYGQQIPFGARYMLCPKCLTTSSLSGAFAMQRKVNTGLVEKLV
PIANMAFTKLRPGVFALDTTFDRGLLTWELQVLSHRVCALGVQTPTQAALKKPLGVFIDCKADVLQYGKATLMPWPPTER



TPRSFMFVLDCSSGVLTVAERNGPTKTLQVAPGSQPCVCLDDDNGSGAGIHDSNAADNAEDGSTSDAFAITDHVRIATLA
WSYGAEDVLEASKFLPLRDVPVYAKQKMYARMYDESEVLSASAECNTACLVNLFSHTMQARLLAHAQAPSSLHGLVVEVH
LAHVTAKDGVMRYDPTCDASVIVPGRLASEDQDSTAVYVDVPVVNTENQLVTLDSLAPLRVFPVGTAAAHGRSVSFVNFP
RLGSFGWPEYLALTQQSPLLPWMVPSDAPPQDLVSLQIRIGLELSSFTCLVPRELVRRYATTASEATPALHRLVEDAAFV
LGHVQLSRIGQKSAEELSRLASVTSELLRFEPALASHSLSALQHPLEAEPFSALELMGAGVSTSPSRQLSSSVGLLRTPS
SSDAPPSPRRAGLRRFSSVETPVPATAATGAPAGSALGIARSVKDMLEFFEEVQVLVARVREGASTEDWQRAFGDTEDAA
MSPWTSIGVLNFLARTTTRVDVLASVLSAFSSLFATRSTATTYYDEDDAETPAAEDGGVGEEEKGSGSSKGDQANKADAR
KQQDGKDGEDKDNKQHQGNRDKKGKKQGDGGGGDDDDDGEGDKPKNADGRGTEDSQAGVTAKRRKLNLLEESVNAIHTLD
LGHGLELRASRTALIQFLSMVAHMGTSLPPAHPLQRLAIRCWALPRVAEGEPQLLQGTHVLSWLSKLLLMEERSSPSAAP
SPRRGTTTISRTRTSSAVADVGGGAGKQGGAETAGGNDEPLAEVTADKKENEDEAHVRGEEGQEGKVEELKEDEVEEDET
TAKGKGPDGSRGDGGDGGDGGDSGGDSSKATTTATSTNATARTSVSVSHANAGDVNTEAEAEEDADGAIFGEDEIDVTPH
AKVSVSSQPDMAGSLVDGRTDTMWQAQGGFSVNWIKLTLDPAVLREKVGPNVGPPKAVYVHVDPTRDPRDRIPTAIELQD
LTSSGMDKPVSVPVPSASKRPMWLMLECPAQSSGKLDAVVELKLVLKSRSEVRVRQVRVCCGAGSRALSNEATMGHPIHC
DALVLFKLLSAGLLKSDAQTLIGRGGAGDEELLGLLNRDTALNTGPLQTQMLKHIVRGLKVETAAVVEACCSSPAEHSGS
DTDTQQEEALELESREEYVLELLDLLRDALSRSASAVPSMAVLKLLYQLVHCASTRVQSAAVNLLRVIAPRQKYPSLPKV
DVVSFAGTAIAVSHVRMLLAAVAKIIQVQLRFRLSEEGGGLTSTTQQLSLKQLCGVEEHCLPSQTASLGLSRQASIDPTA
ATAKTTDNADADTHLVEAARRIKQQVSSWQVAGDCAGAFKDIVGLVSFLLRTSAWQKEVKDELASLLLDLNHRARTVEGE
VESMFGLFGDYSTWLAAAALAVLTKTTVGGINKTIRQLEGNTFLCQHHDDGVTAAAVFCHTCHAHYCTYCDKFAHLHPSK
RNHERKDIDQIETLSVEWNDGYTRIKQPSFLILVDPVNLRSIVEFRPTKKFVDGTARQCRFCLAPVDGAEGKSADRVVCA
SAECVEALANVCQRTLPCGHACQGLRDEPTCPPCLQCAKAAGLIQQDADDECMVCFCGCLREGPCIMLGCGHIFHADCIF
RMLKTGWPGPRITFDFATCPLCRSSLLEGEPHPLLATMLAPIKALHADVRRKALMRLQYDNEKVEGTEEKRAARAMKKYT
YYKCFKCSKAYFGGEEACAVGSNDFDEEELVCPACSGGEAQQVCPKHGTDFLEYKCRYCCSVAVFFCFGTTHFCQPCHDD
YQRCLDCPKANLPKCPAGPKLTQLEGEECPLHVKHPPTGEEFALGCGICRNAQTF*                        
>Sros_PTSG_02184                                                                
MLLRVRDTLPYTLASGVVVAAIVYNELQEYKQFYPTMVALSHSSLNMTVRIRFYFIRLLAYIAFFGILVNFYTIPLHLLR
DLFITFSSFTRRLRDFMRARRVLARLGEALTDATPEDLQGSPACNICLEDMDSGKKLPCGHVFHLNCLRRWLQENQTCPA
CRADLDLLTQRQRQQQQQQQQQQQRQQPGVPGQPQPRPPPPHVQQQQQQQQQRPDNFGWPTPQALAAAAAAAAQRQQRDQ
QQERGDGQQQQRQQPGPAAMAGAPATTTTTTTTTASSSSAAGASSSSSSGRRLPAPPPFMPPFPMPPFQPGMLPPPPPPP
PFVMEFDFNRQISTEDLQPLSDEQLAEMEGNTRQQVMARIAFLRRLKRDVDALILRFGQYETLAEPPAPTAAQRNDDDDD
DDDDNAGDDDDTAEKKAEQGGDGNHDDDEEEEDDGDDDDDDDDDDDDDNDEEEEEDDDDDDDDAEVEEVVADPPPQKNDT
TTSHANNGDDDDNDEDDDEDKQAPLPRQMSHEEIRALRLRALSQSASPSKQPNDSTAKE*                    
>Sros_PTSG_02811                                                                
MLLRARVLAVVVALLLGIASGCTVVSASHKSNQEPGTASISVAAGPANLTRDAFYALYTDAKDINVSQIVCLRMETLLVL
SGSYPSDQDPVPTLSITQDSGMYLWNVTRHESSGPWTTVKVTSVPVPPYYRWSTILINNAIFFFCAMTVSVLLVFSAMVL
KRCCMHRHAQQRQEEMSQRVQTALDHLPTRQYDAAQDKTEEGDSSHDQCVVCLQNYSDGEMVRELDCHHLFHQACVDPWL
MQHNTCPLCKRAVVEEDASNAV*                                                         
>Sros_PTSG_03094                                                                
MVHVDMLLHGVLDSADVLTHLAPWFYALSRIIFADAIREDSAHVRVVLKADAPVQSFLQYYRDFSASSLVNGPCTVTIGA
VTGAPAHQQPQQHRQQSAKDSREREPKRPTPLRAGSKAQAGGTEGAGMRHTQESQHQEQPDMEHVRVPSAEALAHTPHPH
QKQQQPQTQQRRTWGSGGGGGGGGGDGLVIDQQHRLLQRESPFAPGAERCPICLELLWDDRQCVATTFCEHSFHAECLRK
YVDATCPVCRKTQVMFDDQPRCLQCHATKNLWMCLNCGFVGCGRRQWDGADPNAAAQSRQHALEHYLQTSHALVRQLDTG
RVWDYKQDSYVGSTDAVQSSEAADVVDPRAAEKQESLQLEYSLLIAQQLEEQRALLQQRLGDTQRMVDEQLGSLRRRVES
LQKEHDETVSSLSATTATLKAHAERKSKLQRDIERVRAMQREEEEFLSSLRTALEPRATAVQSPSDRAKQTKRRQLEATL
ARLAAQRDELMQKLT*                                                                
>Sros_PTSG_03813                                                                
MSRKMPVLGSPFSDVSCDLVEYWEAKLEKTSVRYRHAQRSKGTKQRHWRQVARETGGDGAEGAEAVRQSRKESKLSPRQQ
RKLRRDARKAQDMKEMLEDVIEKQQAHKDERIQRHIAAFSKTASSTHPVSQRQPFGSGGGASSATRGRGRGRGRSSHRQG
PVRQPVLNEHATLQTSAYWFDPPPSKDQCLRLAMQQLTAVTSAPLDHLHDVCAVCACELYEPASAEPDVEQQQEATQEAT
EAPHTHSDTDDSGCGSDTAEEDSRPSPASPPPRLFIRSSSSSKYSCNSEAATTTTTTTATTTTTTTTTITTTTTKTEVQK
KVAAVVPADGEEVVSLRGCKHTFHRDCIAHAFKYHTRCPVCLVELAPQQGPQPAGTMSVSVMPHIACAGHERDSRGTIVI
NYSFPSGRQDERHEHPGCMYSGTYRVAYLPNNKQGREVLALLQVAFDRRVIFRVGTSITTGVSNTVVWNGIHHKTYIGRG
PFGYPDATYLLRVKEELGACGISA*                                                       
>Sros_PTSG_03965                                                                
MYVEGGAGHGCVHYQRHCQILSPCCQRYLPCRRCHDDEDQDGGCGQQLNRRKVTRLRCSACGLEQLVGEACMRCGQRFGN
YFCAICRFFDDDTAKQQYHCTRCGICRVGGRHNFKHCDRCCVCYSRERFASHVCVEEAADRNCPVCLEHLHSSTRKLFAP
PCGHFLHNSCYRMLLSTTSKCPVCTQSFLDLSSKYKHLEEQIQQTPMPPQYKNTYVHIRCRDCSRSSYAKFHSLGHKCKY
CMSYDTAQMGEPVQGPPPDDDDDDDHIRLHHSSHNSHTSHGSHGTSHTSHTSHTSHASHHTSHGSHDGGAALQHPPVEQN
VAQQLEQARARVRDLELRRRTAAGTNDPLAEGDGDGNGEGDGGGSGADHGGGQHEDS*                      
>Sros_PTSG_04077                                                                
MSMLSRKKLAEGTALSQWQCEACTLLNNAQLVKCTLCRSPRPASFRPHLVRIQPQQRQPQQQQQQSQQAQQQAAPPPSSA
PIILDGPGTAVPAKGQKPTNACGNSGFNKPSTSDVVLVLDSDDDADDAGNDGESTGHGDNASPAAGGGTAARTLSSTSNS
SNSSSNAHTHRFEDVPLPTYSQRQDAPLASVKDATSATHTAQAATSAPPTSSSSSSSSSSSSAAAAAAAAAAASAAAQSH



RGESNTPKRSHTGEYAGLCSSGGAPAAKRSRAQTVPLSKFRGVAWPTVQPAGWPKRLGEFTVAAFPSRTLTRHALTCGDA
ITLTRAMGTSSTALRTVTKPKTRGKGAKRKASRASQQQQHTQQQGKRDDISIRFQHDRRDLGRLPLDVCRWATPLLASNA
IRLEGKCVYAPRTLSPREPVIMTVTVLANHRWFSRLPRTFAQRSPAPESASSAGSSSSSKGGAGAGEVGDDAAVMVAEDT
HPGAGAFDDDDDDVKDALRVSLRSCLAAVGLTDANASPLAGSGENGGSSSSGGVGGGGSGEEAGRQGDADTRSDAEDEEG
LRDLEYVCDRMGQVDATLEEVEPKAGAMTCQLRSYQKQALGWMIEREELTRSSAKSKDQLHPMYKQLAFPDGTPLYWSDS
LCVLTSVFPPASEQFRGGILADAMGLGKTVQALALISSLPPTDSFLDIKRDMRAVSATGAGGRNGIAASTSKGTGSSNTG
LNASVTVKVSSDGRRRKTVTTRGHGGALDLDGYVAALEGSGAMDCDNDEDDEDGNESIVDMGDARGGHASSDCSGHLHQH
QQRQQPRQSSGVRVNGRVPCGATLIVCPMSLVSQWEEECKRHLTRARVLLYYGANRSRNLTAAAAGDADIIITTYGIATS
ESLRVINGQAKTTASSSSSSTSSSSSSLQQQQLPRRGGGESDGIKATADDDDDDDDDTLTLFSFHFWRIILDEAHLIKNR
STIGAKACYRLSAQRRWAMTGTPIQNHLEDVFSLLKFLHLEPWCSWGVWREHIQSIFSEDEDRAVERLQMVLQPILLRRT
KTTKDRHGRPILSLPSSNSTVRELSMSPAEREFYEAILMRSKKKFREFEATGKVFSNYTNILELLLRLRQACDHPLLTLR
DAPADKQRPTAGVAARTFSDIEALLDAYLATDEPTATSTANALLHDDDDDDDNGGHRDGGSVAKGGVSKQAADAVSNGTI
LPARKSTSPPLVRGTAAPATATTTPIAYEQPSTSSSSSSATAAAMTASRKLEYASNKRKELTALLQTGAGSKAPDASSEC
CICLDTIDSPVVTPCLHVGCASCLRDVVARFGQCPVCRKAVRVDELASIAHGTHSSMSSGGSGRGRQDNSSTAHAPPTTG
IASVVHSSDPSEPFKYSTKIRALLSEIKAMRQEDESNKCIVFSQWTSMLDLIQRAVESGGYTTARLDGSMSQQERSRALA
TFKSDPTCTVFLITLRSGGVGLNLTAASHVMLMDPWWNPSVEEQAIDRVHRIGQDKPVCVKRFIMLGTVEERIRVLQAKK
CQLVQSALASSSSITGTATSGGGEMDAKRRERLNDLRLLFGF*                                     
>Sros_PTSG_04258                                                                
MSFRRLLSRKFKRLFGSDDDLVALPGAQAVHLIVVQSDAEEAQQQESLQRSIARAQRVLGPRVHFINTTTREVQASSPVE
NVGVESSFRSEKHPPHLSSVVMACSLAFSILRQRAGGAQAPHACVIVDESAAPAIGACLQLLFHPKPEEREQDAITKDMD
HLSRVLSRSGGPIAVPSTHHAFVERVATDFKRLTHNMVQLQPGNDNRHQHPEQSQAVPRPAILESKWKVKEIIMHGVPKL
PRRMRPMVMMIKGNTVAYNSMTQPGGIRPIPRRSKFHAFPINVNVAGDFIVRIYHKPEGQPGHVLGTFTFSTAFFPGIAE
KATSWPTYRAHLRDVVSDDPSVFPQNFFIDVVFGSMDSNPDDRPSLSEPMRGRANGNSADTAATSSGTNAVGDVDDVVDD
DDDDDDDDDDGASGRMHDASPQLMFHRGRTPARRDLHDEPTFEILRQLQQALLPEPTSQTTSTTTEPRSHDGDVAGDDDD
DDDDDDDEDDDEDDDIQIAIMDDTPPPTLSTSASSQQQSEGQAQSTSENQGDGDGDGDGDGEGDGDGDGDGGEQTATEDG
APSGMTDEEYARMLQAQFDEEDRRMRASMRSRERARRERRERRERRAAARRMRTRSRHAGDENDDEALPPPPPTLPPVPR
RRGQGPREEEEEASAEDIQASLRALMEMFAEIGVPPPFARQEMSMVSRSRIRALPRHTLTAASSLLEKECQICMCGYEVD
EMVMTLPCLHIYHMACAERWLLRKPTCPICLTRIDAHQNEEGPDAGEG*                               
>Sros_PTSG_04311                                                                
MDSNRRIRELTQRAWSIMVDRAQKKILPALKPIMGAWLCAMRDTHAEAANLATRAFETAFPEDKRTKSIVFCQHDILLAL
THNIMEVTLESLRAAGTGEDDVELTEKLERIQATSVMALHHLITTLPLKSLMEEEDAYMSLLRASRLWKLSKATKPLVHR
AVCDLACAVLTEHRVWVDGLEKRILSACIKGMTAANPTTVAASLLLVFTMSKTPDVLWPNVNVLADVIAPICVMLNDGGG
PAHHTLFPLLPKIVAALPDSVQGDTKLEVLSAISSAVTSPSVAMQPRRFDLWLAAFADTLALLRDDPTLASSHEVIEEAA
RSALAHVLTQHQLQPQLGRLLTALAETALVEDAYVRVVQQLRDQVVQQWCTLITPPASSSSSSSSSSSSSSSSSSTTRAA
VVAAASPLVSALGRISDQAVHEAVQHVAATTAAAMAVAGMKADTLQQQQQGSEETTPPSSSTMLKAVMTARLVLACRLTT
LATNGDGGADDTAAVVHVLLALLRQAVDALAGNCDDTDDTDNNGGNADGSGDGGATTAPVSAATVRDDVRDLLAAALQLN
CDATSDAVHALLLHMAAQLQLTHVAVAAEAMAACTNVAQWVRGLPNPLTARIVQLASALISDDAQAAMLITASSSSGRRH
HQQQQQRQRRPRRCSDTTDSGAGEGGPQRRQWRQEERTGLGSVNPSTGAAACDGPDDLLSFLLSHRTVGGRAVVAVPDSA
CAELVAAIRARLMLLRYLHADTTSSTATASSWLVAALPSLLTAVMTRLTSSPAGAADLRVVEEVAATVARMLDAVNVNEA
GVLTETILPSCVAVAAAGGAAASVVSAEAPSTTTTTTTATSTPSSSTTSSAVPVHEVMPFIRRACLDGLASTLTGDSVAA
GGVWTHERLDGFNSHLQMLEALGCFDDHADVDDSRVCAFITNLPQLRQPLHAAHARIASLPPRATLAVESGLTFAGCELG
QDADTYAPAQWRAMAGGVKKKAAAAYGAEEQQHALINTIQAWVSLLTCTPLQVVWQHHPDTHMRCLYTALMATEAAQAVL
AGEAAVHAPISHTLADCMDALVETTLTLDGTHMQQLVATLARRAVAGVKGTSGDTADADGHDDKDTNQDDGDDDDDDDGD
DDDDDEETPGLSSELLVLSTILSASTHQDHDHSHVDDNGDANGDEHEHGAGADVSEWLYVDGSPEQSLSGGRTRLIQTLL
TTFDAAAADMKRIRNSVTHALEMLTAPADRADGDVHDSDDGSDDDDDEDDLTRTVYPLAAAISYANTLCQLEFLQQQTVD
HDKMAKMSMAGRRAFERQQQLNAIFGCASASTWQLLQRIIAVFEQWEAADAELLDLEDFEPEELPREQERRKLAICTEYA
KLCHVIVDSCARHLSSEQWELMLCRLVEWMQIPVSCGYTAALACAATQACTAIAALMTRLAQAGSVAPNLSPVLAKILPE
WQNFFVPQIAVALITAIQQAGHILDVQAPQYALTKILASDVATLCPDKFMHEHARMSAVVPLLYHGESAVRGTAFFILCH
LIAGDNENKVQCGQRLGVSAALWRSWMLQLSMYMTNQNGSILDALKTWKRNVDKKFEGMEECTVCFSIVHGTNYQLPTIK
CPTCRKLFHADCIARWFSSSGNNTCPMCRSLM*                                               
>Sros_PTSG_04331                                                                
MDGEEWRVAAGTGTGTAALSNASSSTVAASSGGGSHNHDMMAGMWMPTTMSTTTPSFMFPMQHMPMMTVSIPQMSIVTTS
PTTMMHEPSQPPQSPQPLQFASSSLLASSASSATTPMPPVGDNDLVLAGNFDMQPSRVQPGVIPTASSTAATSTNMWGSA
SAATTSTTTRCLRCGRSLQDGMCALRCGHVYHEACAQSLDKCTSCRRKASSGFAHNRSFGTLYCQSAAQAKCCICLDTIL
LNGGGVFLGCGHVFHEECVSQVREKSCPMCRVPFRQTKRKRIIRLFLEDENSPANQTATSSSAAAGGGDGNTAGSDDVVA
QLLKERAALKDENEKLAIENRSLKVNVADTQERLSSMTRQYMDTNQRLQEQSFRLNQMSSNYTKLQRKANKYDEVMKQHQ
ELLKQVDAHKSELTALRRAVNVDANLWADCEQNASATSPQQILFINKLLVQTLADMRKAKAEVEAKVSQRDGKIAALQAQ
LNKVTSKAGPRTLHTSTPARSRNATHDASAPVHHGSGGSGRTRFAGGATAKRRAASNAVALTTSTSGGGGVRLPRKRAMI
KDDDDDDECNGDGSGAANGSGGNNGADVKSENGGGNDDDDDEIVFLGETRSTSVATAPTVKHRTSHSSLSHHHDDDDEDD
DDDLPPSGLFESARRSRPRVNSTTDSAIGSTNTSFHSPATHGLKACSSSSSSSSSLVSPSTAAPTPNASAPHSSSSSSSS
HMSFSFRRTNGASARRVSNLHLHKPSTKRKNSFTGSSVQVNYGYDGLGGSHKVINRSTSTPRQLAPTQPRKQMKKKNKKK
KNTSQNNQEASLLASFLQSHTHQS*                                                       



>Sros_PTSG_04912                                                                
MAAETFSAVLDSGWRWWIGAAITTAVVYQVVEPAARLWDWCHSTSMLHALSPTELFTQGLGLLPTSASTNGTLWDVAVTP
FTEAASFFFTSPAHTPRATYLSKAFSISPIHFEPGTFMHDMYWLVLPAFIVGIIGLTSMLLNSPIGRPALQWINTHKRKT
AGVLLQGFSLILLSDAMADLLAPPSSAPSPFRVVLLLSLSTVLTGASLSLLSNTVLYLSIPATSLILAKLWATFAGYCSH
ALANSAVAADTAEATTAAVTHVAAAFPFRLLSFALALLAFSVQGAARQWWSLEWQKHVGPGMVRVIAGLHLACTCIVGAS
LDVNQRGFLLHVLPIITVSLLEFTRLHRHPLIIELADSVAALLFMVTVNGSLLYACHASIRWGFTFLDAPLLSLRFWLVD
IWMFLIIMACAVLSAVAAWFVVINTQRYAPRALRYVWLPFHFTVRSIVPAGKMAVRVTAFCLLEWAGTALVDKRAADDAT
IVGVAVALAITVAVATGISVGTVLTMRRFRQLESTCLWMGAGAGLIHSSVRVLMAHPTFDTLPLVYTNFVLAFFCYDATV
SWPVGRRIKRALAPAGRALKRAAVAGADITARVATRVGRVVARVLRAVTRVVVTVARKVANVLTAVARAVGKVVRALVHE
LVRALKVVVRVVVRAVVQVAMKLRSAVRGATPLLQFLASAAVTVLFFRPLFAARDLQLSDAAFLLSGWASTCCTVIMAGT
ALRSRRVHAFGMTLFDYVDFGLTTLAIHAAVAALFNLNRLLRFVFGAVHRVWVMLVGVVFNIWVSVTTTLRAVARAGARQ
FSLIWRNPLVAMLSAAVVIAGAYQVHKLGLKPQMATDTLWHMAEVAWAGIAATRVYIVDAYASLQPLLSRTLRELSAWRQ
IMVGSASSADLFRMASFAWVFYIGCSAVSVTRLHRRMRRKTIAVPIMVLYTTAYLAPAFFNLVLVVLVAWVVGSIVVWEH
DLAERRQAHNQWLEMQRERNAQGAAAGAGAGAFEQQRRQQRQPRFEMPETDASEYTEQVFEATECIICQEEFTAEVTGYT
LPCGHRAFHRECITDWFNASNNTRCPICRAPADQTTQWLQTVF*                                    
>Sros_PTSG_05166                                                                
MVASSMSLSRLMWAALAALVVLGVVMQQTSVGLVVAQEQAAQPEPGAAVAQHQDEHAKPAAVDGNNVADIQRQQQDQRQE
EAAVKEEQQQQREEEEAKHEEQQQEGKDEAQEQQQQQQQEPAAQQQQQEPAAQQQQQEPAAQQQQQEPAAQQQQQEPAAQ
QEQEEQPAQEEQAEQAANAQKEEAPTQPLQQQEKPSQEHKNTEAPAQEDKNTEAPAQADVQQQQQQQQQLQQPNEIQQPK
AEPRQRGDKAPPRPRRPLTPEEEERKKRIEERRAAQEKFEKEHAGHEKMHFEMFLLLIGTLIAAQIVLNMWRRYHFNSYQ
AVTLVGLWVFPFYFAVRHEILHLLLSWTAFTIATGYIAFKATRPQIGVRTPRLVYTYFYFVIKLTSIVAVVGYFIAILDF
VIGHLLPQPANTTLMALGFSGMFYGLYYGVMSRDFADICARRMATNIGYYSATGFPRKQLTGNTCAVCGDRVRTDGSEKR
AQLDCGHTFHEFCIRGWCIVGKKQTCPYCKEKVDLARQFPSPWSRTDVTYAQLLDILRYFVVWYPVIINVVQAEYYTLGL
K*                                                                              
>Sros_PTSG_06743                                                                
MSRAMPWRRVCPEVIRTRVEEAKNTRLLFVSRSGPTGFVVKDPQVNKKYKVLLGGVSSCSCPQYRKEHELCVHILWVLLR
KLRVPETNPIVWQQSLIDREVQELLRGSEAPPQQPSSSETEAQGKGEDGQAGGTVEQRPITEDDVCPICQCELLTPDDAT
QAIVYCHHGCGMSVHADCMYEWAKHAKSQGETQNIRCPLCRVSFGDFAQVRQLCLQPKTKRTARKARDDQHLGHTCGQCK
AAPIEGELYTCRVCASFDLCQACFIAGAHSQHNFTCKATTKAQPKFVCVVVDRAALPRALIEQLQQRDLSDADYDMLLLL
DRPAAVSLADTRALDQAYPAFVVNARHPLARASPPTTCDVCSQHVLQGATVRKLGCGHVFHKACIDPYLTQQRNCCPIDG
LSVGAEAVDTIASGGGGGGGDGGAITSTRQPRPPPAPPQPSAQQQEQQEQQQQQRVRQRQHGRRVQGGVGSGTAEEAIAR
PHDDEQQQQRRQQQRGRRRRGRLAGDGGRGTMHLQEQQQQGPPALVLEGEGAAVRHAASEDAHSDAGGRVSGSGSARASQ
DAVDRRTRRRSGRTSTHTTEPRQLPELQPAPPLELHGSLQVSSTAPVASARTDTSSSSSSSSSSNNAAARRNNSHQPAQR
GGAARSQHPRPPRPPRPPRPPRRPRPQDEEEVDKREDMQQQREALAQLQLRGAATAAVMGPRASSEAGLIQQQMMSTRRD
GGTSTGSISVSPATPAATVLSTLAPSSSSLQRRQASQEGGERQQRHASQPHAGHVGAARVPGMVVPGMGSASFAVNSNAA
RRQPRGRLHRRSTREQRQRMHDQILRASSASLALSGAGVHGGTSSSRSGSGSGHHHRQQQQRRHGSAPVSRPSARPPPSL
PPLQRHPDLTIAATTTASTMTSSTASILTPISTARPSASSAAPPSSTTQHSQRTGGRRLRPIQRSSLRPNADTSRRAGVS
NTLDMQPTTHRVSASRATDDNAPS*                                                       
>Sros_PTSG_08256                                                                
MESTPTHDDTPAQRPMDAAGEEEQQQDVECNICYNPALENRRCKSCRHLFCHTCIHEWMEKSAIPTCPTCRCDLGDTTLE
HDEEVQNIVDKRETCCDICGTTVTYKSLAKHRLLCMNEEIQCPFAGCSFHGTRSAMDIHTASCCLGANYNLEEVIQSVCK
RAADSQPQFVNEHLLEDIYQPDDTNDSDTLVHFVQAHDTLSGLAVKYSCTREEILRLNNLTYEAHLFARASIIVPRPESW
RPKEEPEVPLSVLVALRKKKLTRRVVTKCSVPEPEAVAYLHLTHYKADEAIRLIEEDVVWSLQHGESQPKSLKEFLGRKQ
RGLAPCTGCDMPIAQHTPRQHCAACGAFFCHRCHHGQGQCKLTVPKLALGVTNPDARYQHVRVCHGCHDRLSPPSTTTAP
AAQYTPPSLQYHQRAQQQHHHHHHQASAPLCS*                                               
>Sros_PTSG_09759                                                                
MMHRAPPCVPRCPRQRRSTPPATPTSSAPPTAARRAHVLLWPSILVVLAAVMLATSAIFVADVRAAPVAASSSLSSSSSS
HPRYARCTLYTADGRIGLQFPAILAEYTTMTTPIHVLITASTPVDGCSVPPPPLSSFRGLGVIAITRPHSQCTPFTQARM
AAQANHSLVLSASPDSIDYIYTLDGSSAEKRSHAYTTWVDRDKRKNNDDGNSRDDDGGGGDGAAAMRHFRVLINDEAATI
YTSDTVVDRQSPASPRIADGVDAVSSSSSSTAALVDGTPPHLSISGLNGKHILRLLHTNGSSPLDFIHTPATTSSSSSSS
SSSSSSSSSSSSSVVGVASNTTVPTPRFTTVSSSNNSPLRSLLASTPVLRLVVVPEGMDGSLLTSPLDPAAGDGGADHDN
GSGSSSSGNGGADTGTYVLAALTALFAVVCVVATAMAYHRWYHPHPRDGAHARGRPTTTVITNLNDHRNSTNTASDGAGA
GATGVWRWFGLAGVVARMRGGNTRGAAAATSSRRHRNRHRRGHGGGYGGSDAGSDTSFAGLVADDPEMAEVREAMMHIAS
VMRAVCLQARAIQSHDDGAGHTSKQRLALEAVQEGLTSPDDTVYADAAAGAGCGVEKETGVVLTHRFDENHKGRDATTHV
NTLQQAMPSHQPLQQQQRQQDEQQQQQQQPQQPQQQHKPVLARPLPTRHHHHHRHHRHRHRHDTATAAAAAATTGTNHSI
NTNNHSTNTNNDSTNTNNDSTNTNATSHPTSHALACDGDVDVFTPDHDHGDHDDDGEEEEERVLMRLRRRRAIEAARRTN
NFYFPTSDIDSGSDAGDDGDEDAVCGDGSIPAGLNPVDGAGDAIDHEQQQQLTQQQQQQQQQQQHQHQHQQQQHQQQREA
PPRIRAEVFTFDTPTPTHAVSTPARATSATGPSGRRNKGPIAVTSARNAFIPKTRRVPFPFNYDVFSESSESTRSSLYTT
TTGDHGHHHDDSSSSSSGSAGTSVASSTASSDDDDDDHDNVDGADTSSDDSSDASDHDDDGDDNDDDETSSSDESLHDFL
RRHQRHRRRHQRRATAAAAALHVSDTAAAARNRANNTTHNTNNNGSSNNNNINSSGANGDHATSSGAITINTSSNSNNNN
NACSALNMSNMYEVVEDGQRRVIFYDPRAAPQQHFRRPPPPQVRQSRCPVCLDSLNLDTAPHAVIQLPCHHLYHYRCLTP
WFRVHYTCPVCKYNLIFGGHLPLLEEDEEKAIMKQMARAYLQAPRRDQHKFVAAMLGVPLPLVISANSNEHHHHHHYHHG



HHHHHHHHGAGHHGDDGGVRGLQPPAIITSEETDGSIAPNLYPYTGNLNVFDDDAERLQAVLSAAAVEAARLAGGSTSRP
TRLPASTPNSAHGGALTPTAAAATVAAARSGAASMRDSLLVDDMRGGAGDDSTSRGGRSRASRAAHTPGRTSTGTTTAAA
AGGGGGGGDGDDTGAGDGDQTGATAAASSSSSSPEPFVVYAGPPYAAHVVAASMASWDESYEGEQLEVVTPVPKPTPPPA
TPRVPAPAVADADARAAGAVGGGAKERAARARGDGDGSGGDATSDEVLFGDDVDATWLLGVDTQLNAQGAITAHGAHGAG
HEGDGGAEDAYIQSPSRQQRQRPVRRRLLQPPAPARAQASSSSPTPSSSAPRAQRLSIPPAIIHDGDESVAAPLITDTVI
GLPLPTPGFDGDGDDDYGGDYDGGGDDATTPSHHATKRHMGRRHGGGCVGSSKRPVRRALLPGIDDDDDGDGDDDGVAFE
GRFFGGRADTFRMSFDKSGTFQSIATRLNFEDLSE*                                            
>Sros_PTSG_09976                                                                
MATRQTTQRRDTVTAEIQLSKSILPTLSQDTGYLQYSNKWTPRLLLSNSTHARNEATMGQSESKNVATKAPYRVVNADEP
HSLERPLLTVMGSVQSSESAVDGMEEFTLNQHEHESDEDLVPSIGVPNDIARASIQMPANSGPDDSTSPKQPQHNTVNAR
KQRVLIVGGSRVGKSTVINALLNKSPTKEALRSPAITADCGSTNGTTDAVTAYISAKQDRAIVDTIGLTDPRFTRKQVID
NLYNIIFNFRVGLTCTILVVKHDILTSEEERQLRLFTALLGKEWTKSAYLIVTHYEKPNPNVEEYLKQNHSPAFQRVLKL
FDPEHILVGSLQIHGKQRVDDLLVEDRSIFVKKIVDTIDQQPEREPIRLRIRNLFDFVKYIRNLFRFDKAEDTNLHRLFK
AFVAAGKEERIYFHGFTDSICLEEVRGNNDDMFITPCLHVFHFDCLLVWLLKNDTCPNCRAKIPTSITMREDGGIYGDLP
TEEQLRLPNRAPTKGDRLEL*                                                           
>Sros_PTSG_10004                                                                
MDRVIVRAKTAALYLLYQDGPRCFTIRSDSKRFKILLKPFRCSHCGEKKCIHVLFVLLRVLKLDETHNLVTAPVATDHEL
DEVLDTFIQDRTRQRQERVDAARAGGDSDDTTASHHPHDDEDQDCPICLLPLVEGECVSACSECHHALHVHCLTVWADNQ
RQDRVPVSCPLCRAAWNNFHTTSLLPRARTPPSTIVGRSVQAGRAMATGEQTSDNTLASRACPAFARPWLAALGADTVSG
LLSSDWRRRTRTLEQLAQSKERLDTLDTRVALDIVARTCRDPVLKVLRASLHLLSQTPRPTTAKADLHVALAHIVLRCHE
SRTFVLKWCHGAVSMGVANSHFTARDVTAALFHPPATASSVDTQSWQWMLGSVKLAHALTQDYPHWFAHVAAEDVDAFIC
ARVAFKHARVNQVALQLQAWAEQAHRAHASHQSRWGDGDHAGEGAELVNDSCSPATMASASTTTTTTRHTNDDDDDGSAD
GGDGADAMARVDSGVVHHSPPSSLLPSSPSASSSAPLTPTTPTAAGGASTLLAPPSPQAPHAHAHAHAHADLSNASTTTT
IKEPGVKHAVHPHAQRRQQQQPQQQQPQQQQQQYLRVGQGRVWFGGVGVGGGGARGSELVIPACECSGCTHARVDARDTA
IRDDGGDTSNTDTEAELSSDTDADATSTVTSVSTTSNTSSTTTTTPATATTASRRPSSSPSSCAAVCCACELCVTNGGEL
WISDCVLGKGAVGTVHRARCIRTGAPFAVKQVDVGLAKVDDVKRLHTEVDIMRRLPRHAHVVSYFGCNQSAAAFAIAMEL
LPGGSLADKVAAEGALHAHDVRSYARDATKGLAFLHSRGIAHRDLKGANLLLTGRNRVKVCDFGLSATLADMSTQTNELQ
GSVGTPAWMAPEVIVGERVSRRSDCWSLGCCLIELWSGRKPWAEANLPNHYALMFMIASRSATPRVPPHITGAARDFAGR
CLVRDVGQRWTSEQLLTHAFIAPDALVHGEEEVEEQRCDADGGADGGGENADVLNVMKSGDVATAATKDGGEGTNTEEEQ
VRGNVPEAITASQQMQKRAEVHVQGDAEEDGQEGERKEDQQQDGSSSTCTMTGDSEQQQQQEHDCSIAASSSSSSSSPLS
SSSSSSSSLLRAADHQHQEHHHGNNNNSSSSGEQDDTCDAAAAADDDDDADDGSRVDSEDDTSTQQQHQQHQQHQQQQQR
GDERQDEDVAARPVADVVVDDDDDENECYDDDDNGGSARTAADSMVCDGDVCSSTRLATRKQSTAAAAAAATTARQTRGA
RARRTKKSAVKRQTSTGDAAPSASSAMATLKKSAVRREKSVKAGSGPTPTRSRSQSRLQSRKPRPHDAETPTPASASHAA
PLSTPPSLASSKTDIATSSNRNSSTRRGKKKGVVSSSLPVSPRKMAASTAATTASAVAATTTAPVSADSALAGSVRRPRT
AEPTAPPPPATVTPTTTTTTATIATTIITSPSLSLSPQRTQRSPLRELSHARRARVPVAITSTASSPPSLAASMVVADPL
STSASSRQQPTTTDTTPTPMTTSTTTPTAAAVSSNTPPSSSSLLPLATTSACGRKMCKVRRSAPALKTRSAGVTASPTAT
TTTTRHSRIPTRTRTLV*                                                              
>Sros_PTSG_10032                                                                
MSSTSNVRCRYFVHGACTRGEQCPFSHDMAAKPDNTCKFYLAGSCHYGDRCRYDHVRPKKKTASQSKSSAAAAKRQRQQP
ATANSRSQQSRTKQSQQQQQQRSAKATSQATAPPPSSSPSSATTKPTKPKTKGATKTKTKAASKGNAWRPAPAASATTKA
SQATPATTATTTTTAATATTAPTTAIQPPPAQMLAQMSADAPEFVPSSFMPPPTMNAPTTPTPLLTLTSQAPEFHPTEQQ
QHQQQQRQHSAVPGVATQQQQQQQQQQQRSGKLGQLPPSVLSPTVPPDKARRINADWRTKELSSTTIRDAQGKVVSVAKP
RKHKAAPPHVPVTAVAGQEPGKLFIVVKKKAARKAKAQQQEQEEGDASGSAGDGYEQHDQPSLAWVKAPAGVDYQQHQYM
PAYPTQPVNYAHAARAALEGDEALEAAPLCPAGVATGDCLDEECAYLHGIECPVCHLLVLHPYRPEEHDAHVDACARKQE
QEKRRRAKVKESKGVECCICLEEVLAKRVPSDRKFGILPNCKHAFCLRCIRKWRQHSEQGTIVRQCPICRERSFFVVPSS
FFVTDDAEKAALIEEYRERLSKLDCKHFDFGRGDCPFGDFCFYRHVTREGEAAVSGKPRYITSASGRATRLQKVRLSDFL
QFREDMAQQMEEDNDVDVGI*                                                           
>Sros_PTSG_11515                                                                
MGLCKCRVVTSLFCFQHTENVCENCIVKDHRKCMIKSYLQWLQDADFTTKCTLCQQEIDNGEDTIRLPCYDVFHIRCIKN
YVLSHAASLADADLKCPQCHAVMVPDAHNMSPVAKEARELLQPILAKRGKPKEASVISMPQGSTAAAPAAAVRTASPPPQ
HKITTSGPSHLSPMKR                                                                
>Sros_PTSG_11546                                                                
METLRKWLGVSESELMDADSVQDRFVDLCMSGDIDDQQISAEARDMIREAKASKGTDKQKKKKKRSKKKKKQSEKKRPFV
VSVPGLLSPFNAFAQVRERVLNARARAIGVSKSLKTDDLGVATSTKAEEEEGEDEDKDTEASQAPAPLSKLTMMGLQSTF
EIVQDVCTADTALAERMLLSLLKILEGLDPEAMYAEDAELLNELATMFTHLVTSVKNNRLKAILYQCMLALAVARGDPSK
TLPTILPLLNDHSSVPVTMPENMKTVVASALNHAYPNNTIPWVKVCPGPATQLFSMPLADCLPGAAELPRDTPKALAVGA
DHVIFLSGSSITKLGSGFNGTSPGFFMGSMDLDPSSGGSWLGYVSGRLLYRSETDASGVFLLIDSTTLQPTGVIAQVSDS
ASLIGDLPYCLFTSPSGDLGVVEDTPNGWRYRILTIGTVNGQPSLTDKETRMLSTAKVHVRLDGAADWSVDDGPSRELTF
PSGVTPLEVVTGQSFAVARSDSGDLFVTSTIPKLFGVDMRQGVWNNLPKPAGFSCVGLRGSHAVDGCLLLGDDTIFIFGE
FEGTDEAIEQRRQRHAKATASSTFLRSFFKAPSSVADACLASGMAVLALKDGTVNVITYKNPDGDKPKQQDKRKGKKDKS
KEEKGKDIKLSQAVLTTLEELPVGRLFSRSARRKAKTCHACSAEFSKDDHVFTSIDRELAKFYCEKCVTKNKLSELSVTC
KTLRVPLGGSGVEPRRVCVNEKRLVVLTSEGRVFDSHPGVNDDTCSVTQARAKEEQEKLKEAGALPCDHDFSHPAGSVAH



ICPACNQCTNSGKACYRAAKKDREKGAPCGCGDGDPGCLKCGMCKTCAKEGKREDGADSEQKSLTAVLDPPHAPRVLPEG
FELSRVQQEEEFADVCAGEEHVVALTVDGKVFVSGSNEDGQLGLPDMVCTVPFTHVPLPSEARACGIAAGARHTAVVLED
GRLVTFGRSDEGQLGAGRAVTDDDRKAAVEAAVDAAAKEKADAQEEEKNKEEGEGEDDEMKKPAADEAKKGEDSKEKDKK
EAEQGDEKKAEGAEQKEGDQEEDKKKKDDKEEEEDKDKAAAAAAAAVAEDKAVAERASKAAKAATNAPRIVELPMAASTV
SAAGSATIVFMGEDVFDKSVLAKSSMACTGQYLLALTPQGGAADAATDGTVCLATFNLTSGLLVEKNTASGIGRGSCLCF
SAQHDTLALYDNTAAAVSFHRTLLTDVERKPHERQRSYSDLAVDPRAFLLSPSNVVGPESAATAPRALASTFLSVLAAMN
HEPVGRPKAASDKVVPSSPSTGIGLEDVTHVSRYSSQGGGWGYGGSSPDAIGFKVNQPIAICGFGLYGQDSMSFNATMKL
FVDGKAEEPLATKTTTYSSNCPGRNYAAILFDEPVTVEPHQLYIAWALIQSPHSSICGSSGQSVVEEDGVQFNFVSTHHG
SNGTDVSSGQVPAILFCTLDKLQGSTDLFASTEQSFKLSPRFYRQADVGGLEGLLNTLSSTWQHLLKAKAVPAAGKSTKS
NTHFHVGVFARCLHLIEQCVRSNFELDWLGNVTTRPKPDVSTTLFEEVLRLRHFARECLSTAPKNAATRKALELITSTFK
QLFKLFYPTTRLQRDLFLEVLMHGKTDVSDPQAEAQPLLLALLSVFSQPGFNFPKLFLAKSTLVSETAKTMQVVEVEGED
AYEALTVSTNSVRANALKTSEPEVWESNGPSGTHWIQVQMQPNVYISELTLVAASRDSYRPSRVDVKVGTEDDLSSMCSI
NCDAERKGDNITMLSDCDEYYPVVRLCISADGINTRIRQLVVVGEQRTLQPGLADAEVMTPYSEYVMAQCGMFAGKSDDD
DVSSDLFREVVHRLIAMVRGTAANGSHSIEELVAALLTSTTTQLSLKSAMATQHPQPQGAAPAAAASQESQSKLASGFVV
TVLQEALMVLNSGQVDVSTSPLFTKILPSLLAHASFLEHASTAEVLEVVGLIQELLGRIAAMQPASSGSKADSGHNKADN
TDESAASSPRLVVVETAHPYEQAVRQQRAISFDKDTSCLGIEFDPRSSFSQVEDKLVIWVRRSDSEDFVEFMSFTGNTDF
PSQSLILPGHAAIFELQTATDYQDLERENNESCFGFKATVVGYKFSECSRDLLHILERELTLVGGMCAASLLKKKAITRL
SRAELEEDDEDEGKGKKHKHKAKLTSDEKKERKELAAALDAMASSLFSKGLRLPDQHKLLEFFKEPSVKALMHFHPREEG
NFDQMFLRNFVDATPNTPGGRLAEWLQGPCAVNPRSCTLEYMQPGKEVTTIKQGDTCKFKLQTRATDGGLIHHPNTMVRF
IAKRRRDKATSSSEPASKGKANGNDATAGSSANADADKSSARSRDVLAGLEPRKTAHGIEYQSLFARGGVRYSPEEARLR
YLQKAVEQVSTDAVEDGVYAISWKPTEPGVYDVDVVVDGQSILAEKRAYVVEEDDHFNSSDKASTASDEEEEAARAAVDK
ELEELDAECENDVVMTPGSSKFKAIKDVVVRAAPSQESIGVGKLSPGDIIDTSDLQTNAEGMWVKLAGECIFSCVEESMR
HLDAWVPHHISELFGGAQVLEDLAEDADVDSKGSKQSSAESPAGMSAPRGGFQLGPGPFGSFGSGPSGSGSLGAPAGMSP
FGSAFGSGPAGGFGVGPVLSARPPAPGPRPPGAIEGLTYQKNEVPTFGQPVRAFGAPAPAFGAPAPAFGAPAFGAPAFGA
PAPAFGAPAPAFGAPGPFGAKPFDFGGTKKDSPSSADQAGSALAKTVKKKGKKKPAGKKAFDMFHGEDVVDLVTQESSSA
PGEAKPFSFGEAAKLKTGSDSSSSSSGAKPEAAASKPKADEPPLFLERTCRQASYTFPVARLVRTIYAVFLWHANFMPDA
VLLATHLKFQPDMLRPRTEEKQRQETQRLRKAFSHPPPPVESIEHGATVYFTNSDSSMPIKAKVKKVQVQHIIINDLKVE
VGMRLEAKDRLNPNMIAPANVIAVLPDNRIRINFDGWSARYDYEASLDDADLHPIGYAQSINHKLERPNGYGERFVWPEY
LRDIKARPVPFELLSHRSNQKLIELDKKAREMGNGAIAHPIHEHLLRHHLPNHGWVCDGRHQQHDFCGCDGGGGLFGGVA
YGGTPRFRCMDGCDYDLCLGCVATSRLLYDRKKYPRREDAGGGGLFGGRDGLFADDDDDDDEPSTSEEEEEEDLFGDGSE
GDAADRPTRQDVKVLLEVEASGKEVEVPLSNIRFVDDVEQEAEESPAALAASQVPLVPRLLASSWDQKEDRALFVLSSIM
RQFSKASGLTIESAFYGEPAANIGKDVTTTVQYFVSEGTLQLPWKYDVLFGPTRLPQPKLRIVYKVRGVDGEELINETDK
DVPVRLDAEQIARARGVDWDKVMRKLTAPDDDEDDKKKKKNKGKQKDKKEENAGPVPVPFGGFGGFGGGFGAPQQDQVCE
LCKETHPSPITYHMRKQHPGCGKNASGMGYNSGGSYDSGWVGNCGDGGIGGNTWYLLCRECREKYMHEEKSDDEEEEEGV
DALLATALATALPSIDDEGEAEADPDATTAVGLLKRVGLKAEFLLNLEPFEHEARFTSASAADDVDSDATLDPTAGSLYM
ELKQELLDLQPPEPDADVLGRSISAAPTRARPTLRKQQTLGGEALRKLSGDITAALSPLRRNVTDDPTALSSTAAGSLSP
QRGKHTRRGVSSTSGADDAAGTGAGAGAGAPRPRRPGQLSRALSLPYPDDEQEAQHTTVPNSPTSARGQAPRGFTAPHEA
LLGRPSKQLRKFAKSDGQAELTKNVLDFVSSSASTERVARLLKAEAEHVYQRLQGLRLFIVLLKSVMTPGAVQDLLWYFV
STLAKGRKPEVDSEGVDVPLPLGKHPLGDIDTTNTLVGFVRHTYHHLLSVVLDFMRALPASSPVQQIALRCWALPFQEAD
LPFLHRSQIFSVVSGHVSLGPRAREAEGEQEVVEWLERAPVKAEVSVASKEALKDSLSDSDTQTFWESDESPEGGQRWIQ
LEIAPGERAEQVAVFIDNGRDSNHRVSKVRVETGPSAEKLVGFGSSISVSSKFVGWLTLPCAHSSKGGGGSSSGGGGGDK
KAGGGGSVGDDDGMSACASDAAAPAGGDGDGDGIAVAMPPAPRVVRIHLSGASKLRVRQVRAYGPAIQDASVPNSRVQYM
RHRAGEALRLFRELTMQIFMSGKTAASKKKKAQGEAGAEGLGVGAQQQQQQQQQAQPGEAAGEGDNTEMKEQVVGILFQE
GQELNALQAEVCRHFFNEVKRKTTALTESGACLQETDEVYMHELLTLIRSLTASEAGLRAISKESDMLNHLLVLLNIGTT
RVQQQAVATLHKLLEYLPYDRTVKMVDTLPIAKVGYGPLSVLLLTVAKCLTLQVRGRGKDKFSTTVTFAQVVDKDAAKSA
LPSKWLVGHVEEEVVPSVLMLVSDLVSKLPSYQHKSKAVLTQLVSTLTEVEGKEGSSRQEVITDPQVWLSLAALCVIDGA
TALDMTKAASSEARESQLFCDNHDDGETHATHACAECEMNLCTECERVLHLPRRKRDHTRTRIGEASAQLQVELNEGCGR
ARLPQLLAIADRKSLKAVLEFKMASGTVACRFCEQPLGDDGGMAQLVATGIKNVCSDPDCIELAKNSCTKTLTCGHACCG
IRGEEKCLPCLRGCKPEVEAGDGEEGGQVARAPLTQDNEDQCMICFTGALQEEPCIQTPCGHVFHFNCVKRLLEVRWNGP
RITFGFCKCPICSSSWIHKDIPALQHLLQPLNDLYDEVRRKALMRLNYDGKDEEAPTEEEPRAEYAMRKYAYFPCHKCGK
AYFGGAAACEAGRGSADFDPTELVCPLCVGGAATQICRKHGTEFLEYKCRYCCSVAVFFCFGTTHFCNACHDQYQRCQST
PKELLPQCPAGPCLTQLEGDECPLHVKHPPTGEEFALGCGLCRNAQTF*                               
>Sros_PTSG_12109                                                                
MGDVRVEELETLEDICEGTGEVEWHKDKDGVTLRGMLCVSPEIEELQVHFQQRALPMLRTTRRPKPLASDSDATDAAYVI
TIEHLPPVQVSFSLSPSYPEDELPTYTICCPYLTPEQLSSVCRRLDDIWEEIGRGEVLMEWVNFIKYECLSHVGIEDRLP
IHARKPAIHNTAAAIDPRVKDVALPPLNLTNHVLEHDAREDERCFEQGQHTCAICFSEHDGKDCLRFVVCRHVFCRECLG
THFSTQITDGQFRNLTCPDPDCRNIALPTEVQQLVPTKLFTKYDAKLLETTLAEMEDVVLCPRPACQQPVIVEDDTTLGR
CATCSYTFCTMCRRSYHGVNKCKVADFSALLNEYKKGDEEHKAFLIKKYGEKRIRQALEEEATASYLQEETVPCPGCSAH
TSKIDGCNKMVCSKCRTYFCYLCRSKLPASDPYAHFNRGPCQSRLFEGVFQPEDEEAWAWQMDQFFFVVA*         
>Sros_PTSG_12154                                                                
MASTDPIVLDADEEEEQEEECCLVSSQELPPKRRARPASELSDSAGSAVMDICSQEDEDDVCYMGSTDNSRSSVGVAGGR
WRPVSSDTKRIRMRSHAPQSGRRRKGGGGSGGDLAASPRTPRRVRSAQACRPSVADTAPVVLDDFCDDHSGGDGGVSGVR



GAAFDGRMHVRGQRSTANSVAADVAVADDDDDDDDVVVLDTVSSSPKRERHVRASRKSTSRKPTTMRGISNNSSSNSNSS
SATSSAVTREEQERSDRAFAEQLQQDEQRDRELAEQLQREEQEKLLAFPGGWMDAWSGGGGLHGGPVELLDGNEAMRAWP
GYQGPTGMGGPDPQTAQLMHDMQARFAAPSSSSSVARRHLGSVPSTRYSSSSSPAFAPGAGLPPFSSMVGIMPSSSSSAS
HYHLRGTSGGGGSSSSSSRSRGGRGTRRSGGDGRARVRRGGISGHGGAMHHHGFMSPMAPWMTNQAQALAQAQASLGIDF
DNLRSDGSDYERLLALDDRIEKKGLSARQREELTLTQTLGPEDAKWHAQRGDRCAICLGDYEEGESVRVLPCLCRFHTAC
VDHHFDTSIKCPVCQAEMTTAHASS*                                                      
>Cowc_CAOG_00177                                                                
MPPKRKTTANAVASAAEPEAVPMDVAPAVAPAAVVVAPTMRRTRSSTAQAQSQSQPAPPLATPAVSATEARQTRQTLKRA
ASSSAASNAAPAPTTRSTTTTLNDDAEATQAGLRPIDLTRQATASVPSSLSSLSSSSSSLMLGSSSGAGNSRRETKILAG
RPPNTTAAADNGDIVILDSPPASPVARAGLSTSSGRAGPSTSEASARASSSLPMPTATASTTVSQLRSYSSSTSAPAAQW
SSHPPPTLSSAARAPTFSSQPRPNEQKPKPALQFPSSSEENAADSSNLVYDLTQPGSSGPLGVMRALTPAERQLLQPAKK
QISLGTDLHATAASTTDPYDAMAIQRRNEEAAAVVRRTLRPFDEGSSDDEDADPSYSSYPTREAITDTDAVNLAEMLKEL
GENSEKRVEVVPGLNVELYPHQKIGTAWMIAREKKAPFGGLLADEPGLGKTLQCISTMLINRPPPLKANPNVRQPMRTLV
VAPMALVRQWEAEILGKVDSGLELKVYVYHGAHRNRDPYFLASQDVVLTTYALVANEAPFQDEFMINKRSSPLFKVRWFR
VVLDEATCIKNRGAAVSQAVAKLHYERQWCISGTPIQNSIEDLFPLFRFLKYAPYDQYHRFCSSFNIRKTLQFSAKNIQQ
LQAVMAPICLRRLKSSMIDGKPILNLPPRTVTVSRQPFSMEELDFYNALEKRSQVRFSRYLLRGQAMNHYSNLLLMLLHL
RQACDHPHLIRPVRELAEMQHVDPSRYNALMREQDERHNRAVQRQQEAEAAQTSTRRSRRTLGDMEDDDDDDDDDDDEEE
TVAGASSRDRGNDRPATGGVDSLPADVRKRVLEGNIQTECPICMDVATGENEGVISRCGHVFCRACLVAYLENGLRRNVN
DKATCPTCRQPIDQRQVVPLAAIQKSMSKKPSADEEQGEGALADDDEDGDDEIAKTLVPVNLGTTLNPREHQNLTRVQDV
MNGGAAAAPSLRDLLQLQYRFEQTAQSSTKIKYLTSRIHATLKEDPSLKILVFSQWTSMLDLLEPALQEAHIFFSRFDGS
MSMREKDNVIREFGHLRSQTRVMLCSLKCTSMGLNLTMASRVFIVGTWTAPWWNPMQEEQAIDRVHRIGQMREVIVERLV
IPDTVEERVLLLQQNKQMLANAVLDEAGRAASQRLDLNDLMYLFGLRRD*                              
>Cowc_CAOG_00320                                                                
MAVKHYFCHNCNLQFSVVDPPVASDDGIVCDHCHTGFVEEIEDGGAAAAGHDGTAQSVDDNDNDDDDEYEDDDDEQDDNP
LASFLRGASSHALRGIHDQYGDGDDDDDDDDDDDDEGEGDDAAAEDEVEFRGTRSVGRRLSRNRNTVTSTTRVSHAPSTN
TRAAGSRGGSTGAAASSTETASTRPQQPSSHRAASSEQQRHRGVNVQNRDEMMSILMALINHGQGGFGQTHPMSHALRGL
FQVVNPMVGNPGDYVHDDAGLDNVITRLMEQSGGKQGAPPASSAALSSLPTVLMTAELLASSGDCAVCKDSFSLDEGVLQ
LPCHHLFHNNCILPWLKQNGTCPVCRKAVDGANTVASNSSTQPSSAAPARSSTPLASNSASSVSAPSATGRAAPAASYAF
ASVDADPDDGDALYQFHSSI*                                                           
>Cowc_CAOG_00509                                                                
MADEESYESELDLLQAMYYDESLIVSPDNPRELSALIAPRTAHDEKQQFVRCTLGILVPPKYPHELPAISISKPRGLSEA
QVHDLLAVLRAHCTANKGQLMLYQLIELACERLTTNNMPTGACPVCLDEFDQDSLARTECFHAFHTHCFESYLAARHERR
QELSREVINHWEKVPELLQVDDVSQTQCPVCRERIPVPPQVDTSIQPKLRSAAIETEEPIVFVPSPELRAQQAQMAILFE
RQKSQNGIIDRDAKRKERHIGTRIPVPQSDRDDSNRDSSSTSSSSPSPAVEAIPEVVSTSPAAEVEETKTGEDSTETGNE
PFPFENPKYGKKNRNSKPAVQSAGPSESEEADTTAVDTKVSLSTPVSKPKHKNHRNKR*                     
>Cowc_CAOG_00693                                                                
MSTRSLRPRRLSSRRRREIARAIDEEQMRHADQASAQCVICLSSFTERGRLPTCPHLFCAPCIQAWADVNNACPMCKLVF
RVIIVEEIATKLVLRKIRVESREQPQWYADQMPIPDETDEHEEDGSGHAAHSPSFLEHEHNVEDKNEDEDEDEDEGEGEG
EDNDNHKLQHRGRRTIARATRLPSMSDSSAPCSSSSEQTSSATGAAVFDFDVDFDDDARHPPPKRSRVGHAQDRAPLRSA
PFMFQPLAHAFASGMPRPRKAPPLSDIEDSDGDDSNPNPVGSSSAAPAPLAQSSSSPPPQLAASGTDAADTSFVAIESPA
HPALARCHPPHARANRAPLANVGNLLHIAQQPSKQANNSACQPPGSPVFIDLSSTPSRASQPIVSQSPSKRTAMPRSFSL
SPIKGNVRTLVPSTPSPPGSPEASCLPLTPAAVVLVPDTPPSRKKRASGAAPPILIHSQSFGSP*               
>Cowc_CAOG_00798                                                                
MPPTIPPALSEIAEHPMTRMALLESAAKVGQRGGATANSGDFPSLVAQPTSTAKSGTASSASSASTSSGSTSYCAMSTAA
KAVRPRRNIRFVAPNDPSVLLSLLFEYESRSDDSDATAATATNDDAVVSSPSYCMDCYYGYPARQVAAAHCEMHMTDCAT
SSHFQMEADDATNADDHRDDQADAIEASLYNKHRGDSVRRSTSENRSDKIRPKRRYNVNMLRRAEARKQRICDQIAAEKA
NRPNFARDYWIEQVLPNQEAAVFSSRLAPSTIPALQPKARKAAARHAHPYGGGHRHEQDPALGVRHAVTQGANPLGIDNQ
LMNLLIQLQHRDITPEDYDALLTLDASVARPTVSRSTINSFPTRVLEHDILEVVCTVCLMPFDAQQTVRTLSCGHEFHRD
CIDNWLSQSSLNCPVDNLPVTTR*                                                        
>Cowc_CAOG_00878                                                                
MGRKPAAPNAGASSTGAVAGGGGRTREALVSQDPSLLNRARITFSSLSSGAAASSPSSPSSAPSASAGAAAGTSNDADEG
GDTRRPMMPQSPLAIVPPASPSPSSPAPSTLAGAFVGVSAPFGEGVPNDVRLAFSRLAKRDDVTRLKALQEIQGLVASHS
VETLAAVVLPQWAALHPKIVHAMDRRVREACALVCRDLIVKTKKHFAPYIKTCIPLLVEARFDPYPTVARCAAEALDAAF
PPAKQLDVLVFCSAEFRDLAFHTFIKHTKPETLCDPLKLAAEDIPAAYERMVVSAMLAMAYVLERLSGADPAKQYSAADL
APVFSESVFYKQFANYSVPAVRAAHLSLLGAICRFHRPSAEANMGLIAPVAFAALGDVSPQCQTPAWALVLTLVRDYPDT
CWENVSFRKLVMPKLLGLLRSSEGGEAAGSAGAVYPCLLPLVASIPSRLIGEGAGFHRELLTALLRGLSSVRGGVSNGNL
KANTNAAETALWSAYFELMQYFLVSETRQGHTVSAVTTFVANEELERLTRQHLNEADLAWPSAVVARGIVATCSLALSKS
IDATTSVSDALLASVEQHFKADPAGSEPKLGLPQSEWLVRVVDLLGALTVVASPASDLAVGVDAIFIRLLKSLNAALDSK
ATIGQLDLVAAVLVALGKAPSDARSRVVLKALAADDDDDDDDDDDDDDDDDDDDDEGSHQSAFVLAFDQLVLPVWKQALH
LSGDTAGAFRASAARLTAVVLQGGLSSPATSFVSVWSKLVGELVTAPEADTMLTTLLETLGSFLADQAATPLLAREALTL
PELDQFVLGRLTALEHCEAPLLASKKAALIKAALHPSGWFVSLERLPALVDGIKALLHGGAQADAEAKGVAMGLVESLAN
FAPVQQSSAPLLELVPHLQADLLATALAAARASEPELSSDAALLPNTQCWSSIIRHVLFSSANSTKVTVELWRQVRALFS



SSEVADVLKTATGAAHHHVIAALAKALVKLCPHVDLVNLALQQWAESFDQGYDSLLTSTFHQAEAWVAGQLPCFQTPSSM
LMSVSVIDLNPSIEQRDLLMRALLEATVLSEFCRLLQEQQATAADHARSDPGRVAPRVALVHNWVAAALAVDIDTTPFVT
STPRRIADAGWIAANHFEPLMQHTLHLLDQNRAALFSVSADAVLNPANLLQAMTRSRAFALSVSAEEWTSFTTLALKHLD
EAHSSGAPAALALAALVTAVRTRAMTFPLDTTKSNWRDDCIKSLCQAIVARPNVAAGTAGRAEAGGFGLLALLAVLLSLP
RSNCLSRALCEAVQTVLVVVRKWYSVGSAALLAGPLNNDNASQLGGHTAVAEFLGAALSSDCFSMVTTGAPQILCAPDDW
MFVVRQAEGWLSFTFKNRPRVQVQLAPTAALHASALRLAAALLHVWHDPAAAGIRPISDEDLGEEMYRFAFDVTTQALSA
FVEEAVPFARQTATQPTAGSGMLGLHAVRPIAPSKFLLMDYLADLTQHAPDDVVLDAQCFTKLCRLLPAGHDFVQRTSWR
VLSTIVQLSSLASLSAGEASSGPGVAAGAATDDTATATTGGKTYTPPQPLMNVIAGLGDIQLELSRDDAHWRLGYMLAWF
LLFQQFEAAESQVRAGFADVLSERGVAEELMTVVFCHIDLSTGRVEPGLLDVIRDCSAASVMLCYSDRHSRVGNGFAVSP
RSRALRRGMTCVAPTPLSVLASQLFIRAVEATPALVRAWWNTCDRNLSLAIDHFMRHHVSPILVQVEVDAVDAFVKSRTA
FENESMRLVAYASTREVSASYKLDETSVELTVRMAPNHPLRLPDVDGGRRIGVSESQWRKWLLQLTAFLASQNGRVVDGI
LLWKSNADKHFEGVDDCPICYSVIHAINYSLPSLRCKTCKNKFHSACLYKWFNSSGNSTCPLCRNLF*            
>Cowc_CAOG_01010                                                                
MASLLPKSSVLCHYFMQGNCSFNTKCQFSHDKSAARPSTICKFYVQGNCTYGTRCHFNHVKPGKRANNLSTHVSEHPSSS
GSSSSSQAHSAHAAHAANSASSSVHPAASQPVAEVSAQPAAARSSSSSPQRPLDSADADAAAADAADADAAAGPAHTQIP
RPHIYMRNGNASTAESGDDGTQLAAGMNGLHIVDRQSYASSAPAVAGFSHQSTMTAFPVRNRGDSAHHDDGGDADDNEDG
NDVDISSHYHSESSPSSGQYLQGGLVNPFYPPMPGFMPPPVQQQQQQQRFFDMYGQFVFDHNGQCVYVGSDGVPLIPQPA
IPGAANFGHVVQNGAHMVMMHPNPYMMQAAMPVSYSQAAAVSDEQAQADMLKKDGGGFQPHSEHVDLAMPTRTPPKGPSD
AQTERSELVLLGPEYQEKLEASRDVECSICLEVVLSKPDPAERKFGILPGCTHPFCLTCIRNWRGSTMSGSVIRACPICR
VPSHFVTPSSVFLSSDEDKRRLIHGYRDRLRAIPCKYFNFGEGTCPFSTSCFYSHALRDGTVEEVRLRHIGTAEGETKIV
SAIRLSDFIAAREARSDGNHL*                                                          
>Cowc_CAOG_01056                                                                
MLTLIMQVDEDAPLPASLEHDAGPPHASSAEATHHTASSDAPSAAGTTPTAPTQSTDGLAEAQPRRCRDLRQSTPLQIET
LDRSDQLNSSESQRRQQKDSEAEDKLTSASSGGTAPAESAAAVDALDRDAGNTCSIPFYSGNPLVELTKGVLHIFCDMRH
NGEYEAAVPVAPASKSNHNNEKGAAPTPRTTATLPPPPPDHNHGYNVFDEEASARAAAGAGSATASLVFGSLSTSFAIGG
TAAAALPPPRLPLHRSKVVVILAVPTSKPYTDLIQFTGSVQHTVEAMKIIRDAAPNRYLAVLRFQTQNAADEFYLSFNNR
KFNSLEPEVCHLAFVSHIKATHRTDMEALMFEMEHRVRTTTTTTTTTAAAIATTAASSGAVPDAFHSTMLGETSNGATSS
SLHAAGAIKMASALSPSAPITQHSPSETLSSTSGSAPGPLESTTSAAATAAPTGTGVAAQPQPQPQDGPSDQLPHHNLVE
LPTCPVCLERLDESASGIFTTICNHNFHCTCLSRWGDSSCPICRHSIRPDSSNQCFECDCTSSLWICLICGHIGCGRYVD
GHAYEHFRETQHTYAMELESQRVWDYAGDNYVHRLIQNRTDGKMVEFSSPGRPSRSERSGAGRTSSEVRSASAAAFEKGR
SGHVSAADDPDDLGKKKPGARGNVMHFGDMPVPASARRLGFGTSGDAEAQAQDDGAHAGYEDEHVFYEYSSSEEKVDALQ
LEYTYLLAAQLERQRAYFEGKMQELEQHAIERERQLIVRMEALQSSTSEMEHKLAASERERKALEKKTLQAREKSSRLQL
DFDNEKEITTSLQENQKFWQNELEALKRKTADALKSKEEQIADLGEQVRDLMFYMDTQQKVSASPHSKELQEGQVIVTEA
AASSPAAKGKGRKR*                                                                 
>Cowc_CAOG_01064                                                                
MSKHATQSKARGGGEKLASRVVSAAGHSSSARAGPAAVHSSHSSARSQAPRLRLDDSDTYDDEEFDDHYEDADDYDGRAA
DEFDDANAFNAKLDDTSAMMAAVALASTQDAAAMLTELGENVCAICLEDMFDESKAQLPPCLHEFCIRCVLTWSTVRSCC
PLCKTEFSHVSTHFGLDGAFNAQRMPNLACLLVKARWLGITQSEYCLRVSADDASTAELPAEDEYDFDDEFDDSSFSQGK
GKAGQRARVSQGMFNVYGRGFPPPQVPGTGSRRAKKKKNAAFSTNER*                                
>Cowc_CAOG_02032                                                                
MLVRSRVSWRSPAAIAAAAALSLSLLLVLHVAETEANLVLRTPLNQTINVDTADADFGSYANGLRATLFLSTPDIRGCSP
IKPPANFTGSWAVLVQRGNCSFSAKAFAAQRAGAAAVIIFDDVDEDLIEMGGDSDVAIVAVFISRDDGELLQEYAEQQGS
TVTIWQNDDIFGVWPTFVLPFMIMMLVTASIYGVYLVYRHRRMLRANRMLEPEVITIPTRPYKMSADQQEPDTCAVCIEE
FAVGENLRVLPCNHLFHDACIVPWLTQQRSTCPICKRDVRTGRSSGAGVSTPTVMVAGERTPLLRGSTSTGQTANSLPPS
IPPLPASVSEQNSRLTPSLSQIQNTV*                                                     
>Cowc_CAOG_02613                                                                
MRASASRPSAVLGVAAPLLLLLLLVLVLGTPRHVGGSPSFPLGSDTTPIDRMPAAEDGLLGMHKDVSTVPQRRDAAAGMN
AGGNWRLVRNRVITSAQNGAVPQHQGDHADLTAAMSDSRRVLHEDTWQALLPLGLARRSLLKDTLKSEKHRRDDGSPSRT
PVDGKISIKATNTSTAASLSATVVYSTLGTLRSIAGAKFLVAVPETGCPAINRSDLALAPNEGWVALVSTCPVTDGDNCT
YADKAMAAEAAGALAAVFSNCDSAASAPVRITGETIVAIPVVSISGVTTTALDQLLSNNPGAVWRADVAPNQSDDDDDLG
LGATLLVYLAIVVLAVCIPGFAVGCIYCIFRRQFMSQRAAQGVDPYFSVIVPSAALKRAIDDLPMFRVCSDPSLDSGIGD
DDARCPRNVETPATHLGASKSLPMSAMPPSALVHAVSEPVAPNTHAAVAVPSSQQAAVTAATNNPRQERLQFTYVAPEAA
AASALPGSRRFSLKRLRRKLRMLVLRNSETSAQPPDADAEAHVTPRNVQAPPAGESAAIEMTDIVVSAPSAPSAAGPPPS
FTRPLNETCAVCLDDFEAGDLGLLLPCHHGYHPECIREWLLQHGSCPLCKAWLLPATADETIASDYDIGAHHQPGAATAE
SQPAPGPVASNMPASRRSTISRHSASSADTFHSASEGSHDAHTDHTTL*                               
>Cowc_CAOG_02673                                                                
MGLCKCREATTLFCYEHRKNVCEKCLVSDHPRCVVRSYVKWLQDSEFSADCVLCNQSLENGGVVRLTCYDVLHWECLDKY
AKSLPAHTAPAGYTCPQCQAPIIPPDNAGSLVAQQLRQQLIGSSWARVTSIAPIPPTRHDTSKSVSSPLQTSSLPGLLPA
TTNGTVASPAHANGTSGGPMASSSSTSLTLSSARRPGGGQDTALLLHDHDDDKYGQRRGLAHLLRQCLGLRSLRRTFVIA
LAIALVLFVVLGIGSRVLTGPPV*                                                        
>Cowc_CAOG_02960                                                                
MLHHIVKQPRASVRQDCGTKMRNRQDRNRRMWTVPMMTLAILLVATANDFPTTAALPTDTKASGALERQADGLGDMSTSA



ETAPLKLGRRLDADSETTASDSNAAPLQSPAQQLCTMRVYAMGRDGENQELYGKYAPSLFGPAILGSNLPGVLVNLGQFD
PCKPLPTQSRSTQWIALLGISSACPIATQVARAADAGASAALYAVTSIPPQGAVEPEGGTDVGVRGYVVSGAISSGTRLA
LVDLLGSSSSIWVVLYPPDSDGPDSADSGLSTATVWGIIVGCILAFAIAAAIISYWSTRNMPANAHGQHPETKTLTQEQV
NSLPTRTFQAPKKATASRALDASGPVSRGQQGTERGAVDADSQETAPPTADQVSLASTVCEETCVICLDDFKEGDTLRCL
PCSHDFHQNCVDQWLLTKNRACPLCRSQPFAETLSDNSSQSDDLELVLSPSAEQSPERQTRIEASLDAAVSEAIVLFQEA
TQLHERPMRHTGGQHADVTAVASLNDGTQHSGSSLSTRRPQMSLLHVWNARRASSTVLRASQLLPPISPLTPTKILQSIR
FDSPAVSAKRRFSTNSCAILGVAPPSSTLGKESAPNVRRCVTPVATQEG*                              
>Cowc_CAOG_03083                                                                
MAILSARVGVAVTAITALALTDVFREHQWQFYPSVVRLSKSSPYMTLIFVQLLVFLFIFGAILCKIFFGQIRPIESEHLY
ERSWFAWTEACLVMTVFREEFNVRFVAFFTVLLFVKSFHWLAQERVDYMQQSPVISKLFHLRIISVTLLLAAVDSAFILY
AVEELLAKGITMQIMFGFEYVVLGILLFSTFVKYVLHSIESRRENPWDEKSTYLFYLELACDFVKLILYLMFFFVIVQNY
GLPIHIFRDLYMTFRSFMRRMRDFFRFRRATANMNERYPDATREELAAVDNVCIICREEMTAAKRLPCGHVFHLHCLRSW
LERQQTCPTCRAPVLEGAPGAPQQGAAPGQAGVAAPPGAAAAAAGAVPGRPAAAGVVGAHAQAAPAPLPRAVHPGAPADV
AVPRPAGAVSAAANPAQGLAPQPSTTAAASTSTAPSAAAAAASTSGAVPATPAASAVPLGQFGSATPHIVHPTHPAFTPF
VHAPPNLSAPPLVAPSPFLPPQQALHPGAFGPLAHLPGGAFGPPFAPAPGLFGGMWGAATPLGTLPPASQLEHLSTEHLQ
LLEGNERTSLLARLEHLRTLQRYIDALVLNFALYESVAPPRAPLPHMPPAVAAAPAPASTFQAQPSSQSSVHPGGLFATP
TAAARPAPPPTGPLAATSAALSTDLFADINRKEPAAVPEAAAVSEAAAVSEAAVSPSLPPTSNAVESASLATPASSSGIA
GTAAAAPTLKIPEASASQPVSTSSVSSPSAAADPEPASPSPATAATEPAATPSTPTPDEVMRQQRLRRFASANSPPSTSL
NE*                                                                             
>Cowc_CAOG_03362                                                                
MPRNFINALLGRGDVAAPAQAPTNQDPGTDNMDTTDDSLATTQQQQQSAGGLGGAVGAADHNDTGMDLDNANENLPVDEQ
QQQQQQQQQQQQQADDNDEDYEDIPDDEDFGPAEDEEAPAEAAFSDSDDEAAEPAVVEYGCKHYKRRCKLFAPCCNEYFP
CRLCHNEVKNHELDRHAVPKVQCTECNFEQSPTQTCGRCNVTMGAYFCEICRFYDDEVQKKQFHCTGCGICRIGGAENYF
HCKTCDSCFNVELRDKHRCTEKSLHQNCPVCLEFLFTSREAVQMLSCGHPMHFKCLRRMLKQSKYTCPMCSKCVVDMKAH
WQMIDMEIANTPMPEEYRDRRDPILCNDCNTKSVAPFHVFGLRCGDCGGYNTRIIMRDEKLPGVARHQPQQEAN*     
>Cowc_CAOG_04288                                                                
MDDDGVELWQSSAAYYNDDDNEDEQDGRDSAHAFGIDRMDVHQRAVQQQDQVTHPHSDAKIVHAKSVAEERGTPARNRNT
DDACPVCLGDFVDKTMLESCFHIFCYECIRRWSAVNRMCPLCKTKYSAVIHHIRSETDFVREVLSSVSGPAAQPAHQPGE
TTVVINRRLQERINAQRTSPSTPLARSVVSIPRTAASRERRRVIYANRLRAMYLGGGAPSRCHAIDPASFQRQPQLVQRL
VPWIARDLDVLLADASTVTFVLNYILSLLEEVDLQSNAFVALVQSFLHEHSEHFVHELVQFARSTLDMAAYDRHVQYAVP
DAQPQRLVRQAVAPAERPPSLARSAQPVSLSDEFLTEVSELLAQSERYEPSAGRQAAEAVAAAERRQSRGPGCDRFLRSP
SRSRSRSPPSRYSRSRSRSPSKHSTTRYSRSRSPRPHSSSRRRRSPSRSHSRSPARSRSPPSPLPPQPRYRRHSTRSPAP
TRRDKPRRHSRRRSKSSSPTRTVSEPPQLSHPTSTQLHSPSTLPSDSAKTVISAPTQPSGSSAAHQVQQLHQRELQLARS
NLLNLMVQREMLSKSGAEGQAGAALDAQIASLKRLLNSSHS*                                      
>Cowc_CAOG_04881                                                                
MDHDDDKPEFTEPSHQQYTSASPDVRLVHRASQKRPSTRGSGLQTARRQIETHPHTASSRSSTTSAASADDLDVDVNVDE
DEDADLDGDVDGDGCWDADTDAVGVARRDTKRPRLESSSPPLAAAQAESTPDVSSAQDSMLLSSSGRGNDGESREMTGRA
AVGANSDSNSDDDDDLIDLTMDLQEASDRAGNVDSSADNRRELIDLTMDVHASRSSSSVSDNSGNRAKPTQSTPRTTSLQ
DVQAFNGIPNSPAEATDLRTGAGITPDPRAAGIKQHVLTPRRGFIECNAIDIGPIRRSSAAFTIPNSRASTPRNLGLSFH
LVAKFGWQLGMPCCGQSTNLGSSAGNSRNAHESDRWLCRRCCIALHAKCCGTRALDVCPICQWHSAPTGALVGHFSHVGC
TIASSSFHAMSNYWQTPLAVGARGILMNLKEKGMGPQTRIFRLILTGASVDDAHPAIYCDLDLSPTVLESLARYEVIITF
QVSAIHNNEPCASPGTTADGVHVSPLTGFACTRLSLDCRMYMVQSIVPAEQFFELSFSRSLVNTLLEGVRSFYGGRTWQQ
LLQEWCSMQRHRPATDHLYEALAQAAPAEALYQLLDAHIPEHIRGLAMLEAHLESISTGVKAPQSFTSSRIDALLKLVSS
PSQHLPRASQPPEIACSMMPYQLAGLSWMSDAECFGKKRVDSFSRHDDDPVILQKQQLEANLALAPVMPPFTSTDQVPFI
LRALDAPMTYMLVPPSYLIEGMTTEAGSLDEGDQTTTTRAIYFNIVSGSISLSPPALVRPFGGILADEMGLGKTVEFLSL
VAATRPNPDLFETFPFAFVQGRVPLSRLNHPPSLYIKGELQTDAGEPLCRVIRPVRTTLIIAPSPIVGQWQSEIQYHAPS
LSVMVYDGHTTFYQHDETPFDVFSRFDIVVTTYDVVRKDRHHAAEPVYKRGANRRNSPLVDVFWFRLCLDEVQMIENPTA
AAAVCASIRARYRWGLSGTPISSHGFDDILALSVFLHFHPYSDRLVFNALVAAFEVADAELPRAVRTSSAITSGATAFGD
ANDCSPIAALIRRRNLESMRSSLLTFLHRLMLRRSKQDLADQVSLPPQHEEYIVLTFSPVEAHFYRELELHCRNLFEMLR
SGAGEASASTMSDLRSSMGLLRAACCYIQGGVVLPGKRALSGAPKSMFEATALLLKQTELDLAAAVREQVTAHIDLGAAL
EFAKLPEGSRCFEQALELIETLAAQHADACAFAKRWILPSDYEEYLSSVADQPAAATAAMAVDADGERAAGSIDPAAEER
TAGNQPLDEFASDASSDDESASDVTAEAASTSKMSKKVKRLRRYGDDTMIGNWRAVVRDTMRARENLLLGHRATFRLAMA
ASPDDSEKLYEDAEQKRKSLTKTVETAVCQARKQLDEFLRRSALTSIQVCLIDSERLSVQKEAALVAFLHGSLLVDDGHL
ANERNADDPDNEVTPDPDDENYVFVIRGSERIRILNSTTTPYLPFLVDELLTAVTDVERNAIPARPSATAFQRLLEAGPG
DQSLSEASSRLMTQLFALMDSLDANMEEIWTARMHVLRVLTTPLHSNYQRDLEAQQFGLHWQKVLETAVAKRRLLLFSAA
DEWSKKSKTLNLVSLNQRIKSQSEQVAFAEADHLLKVHSLVSILSVRLQSILSMLASERHGISEVWNARIAFYKQLQVLS
DAVSRPERPLSCLSFVQECRRRLAGLTTTAAQLTGKVQYVRQLVCSASPFQPGSALESAADVEATKAAQTAQTLSASSTS
APPMADPTEASSISMSVGNSPLTGTGIATVPVGASQSVGAKRAEVCPICIETSTELCMTPCGHVFCAPCIADWMRHHRIC
PTCRSRIQSDQISHMNMGIDGATALHNSKIHQTGQDFLTNMDMFEKRSVNDGTRTIIRPPAYLHASIPLARNSSTKIDAL
IRYLIELERQNPGTKSVVFSQWGHVLSRVGEALQLQGIGFTTIQTGKDAASLFHSNPKVTVFLLHSRHKSSGLTLVAATH
VFLMDPIINPAVELQAINRVHRIGQTAETHVHRFIVENTIEQQVLRLAVGQDTAPGMPRSTRSDDETMSLQDIGMLLNVQ
*                                                                               



>Cowc_CAOG_05621                                                                
MPVSDWLRQLRALLSTWTSRPAPCCSSSGLLRHVTSNVVLMTLPDPMAAGLDEHGDAASSLHHLLQASASASSSSAASSP
AASSPSAFAPPYVYPRSQSQVPASVIAANRRRRITAAERLLRSKHGKRFMVYNTSDTPLLNARNADAVFDGNVVEFHSPC
QNLSPDAHPLSLDALLVLCRSMRSWLHAHPKNVAVIVTAPRHASLVITCCLVYCSFLQATEGAEVLDFYQREATACQELI
AATGQTLPSHRRFVLAWIKLLARKGHCDVLIDTSRLVSNASWHAISRHRSSSVNSANGNSGAEPPHSGDHGSGAGVDASH
HNGGNAGSSARDNSTSMRLGALLSASIQTTLGASISAKQKASAPEADPRQLALLARGDLDDLWEDEAPRGRTSSGSSGSR
SRRNSGAGHAAVRHASDDIDMVTAHPRQSTKCYQVVLQSISLASLPNLVKPSTTPYRLSILIARNGDVVYSSMVADRGPK
SLPQGATTVAFAVNRELSGDYWLKVYCMSNAGPGILLCDTTFHTCQVSVAESTLYVQRSEMNTSARNSDLFPEDFALALQ
FSVQLKDPMPAALPALLASGSSSSSSSSSSRGGVAMGSTANLASTSTEILADHLARASPVAPATRAQATDSTSKNERSIR
RQTLLDQTRRDEEMARELAAQFERELAAEAASASGLTTPSMTRQSLPFVPSTSGTPWSTRRDIPARNSRSVFSSDDFAVL
SSSLPTSAYRSRRSSTATVPSNTPTLSSPLASSAAMHEEVEECQVCRQAYDDGELVKTLPCFHRYHSACIDPWLLTKGQC
PVCHTSILIAEDREYDD*                                                              
>Cowc_CAOG_06063                                                                
MFECSICLCALESEASVAVVCGHVFHRSCIVEWFGTSNSCPTCRIAVRSQKALVRLFFAGNRGEPTSESDGARAAEAGYQ
ALMRDLGDEEEAPPSAKIQQELQQLRARRDHDARVLAESQVSIERQRILLEAAANQARGLLARVNDAESIRATLSLRLAN
MQSLERENALLQSRAQQSEKQLEQLKREHLAISACVSFRDADPEKVQAKLNNFRSHPNAVEELIKMQDWMSKEFRKQKDL
LSDTHAKLQEKTSLYEQLEIEANKHRRDANEAQLAAARLTDDCQALENELAELRGRLKSASRMVVSSPPVLATRESNSNF
IDLDADPVVVSLPHPTTTPKIARHAFTPADRVDSKRPRLASSSASSNETFDASFFNQPRRALGAASFLPSFGNKQRLAYT
KGFDGLGGRSTVQRPR*                                                               
>Cowc_CAOG_06105                                                                
MPVALPPQIEFVAHRPSVEPSSLSSSSSSAAAAWQTSVATAAMTRRHHPSQQRRRVHNIAAAIGELLLLSEDDDDDDGDD
SDDVGRVDEASESSDTNSTRSNSIENSINAEIPRAPSPVVVDMSLEAASLALARQLQMEEYEAFERGSGYGAASGDDPLL
NNNTARRQSPRHGLVREVYERLPLVAVVLLVACFVYADPLAHTRRRLLQSWLDDDVDGVVAEKFELPFCPNVKRNNYYHY
HHNYHHYHEDAPSSPSTLQYSPFDVALQCPATITAAQQQAKRSQAKEAEAAAKSAWRSSFLTQSIKPYSQLPAPMRATAC
VTLQNSPLHMCAEGMTAGFGAPLAEGRPIVGELVPVVPDHACQPLAPPQRAMENSGWVALVRRGDCSFMTKIANAEAAGA
SSVIVYNDNPSEGLLLMQPENTVDAILLQFQRIAALEMLVPSSGDTQSQVTAKRSPQSIGIPSIFITADSGNVLQSLITL
HSTNTPLRVEINARPPLRVSAFLIRLSYVALPLTSIVFAAVSLTIYLLRFKSSAHATSAEDLRRITARLVEQPFPPAKVV
PGCDVCVICLEAFVFGSPVVLLDCRHCYHRRCIGLWLETSRTCPMCKHDLLRSQ*                         
>Cowc_CAOG_06694                                                                
MVAMAAASAARSRSLRSQSQPMASMTSGPSHQAHHVPGAAATAAANVTDGHHVQQQKQHAMQAAGALPFVKPASHTRDRA
SNNPNRLPSPSSSLTSPPPPPSSSSPASSSDSSGNPEQTQTQSRSLRSTTSDVPSAPARTTSAGAAASNSSSAQTSPAVA
GASPTARGHAPRRESVPDASSTEKSSDGSPSAPLRSGATAASLPSQRRVPSGVAEAKYRPSRVQSAHSRSLSVTNASQAR
SANSAPALHASNSDSHLPSASASSPPAPPLGTARVPQTRPRSEQESPQSQQLQQLGLHTNSSAASASRRSHSLGNTAAFK
QITGSRDNRSAAAGVVSPNNSSPRRPSTTPSLSAGQGRLTIGSDASFKQVNIDTEQQDAAGTDQEQEFVDGNREATDEPV
SKPQLLEFVVPPSDVPTTHAEPAEASAPSLRGIPTIEVEPESVVQQPTLPVAVSRTSTLDAEHLSSDESTLSIGSPSYSA
DVSTMSISSSLDSTLSPPFTPPAPQRSLASDDSRADTAGQAAADPSGVNADQPAAQLSAALPSTKKCAHGLTLLDIQARV
KRLRAVKLYLLRQNGPNSFNVQQDQTPFKVVIGAQTCTCGKPHCIHLLFVLTRVLGVSLTNPVLLADKPLKQYEVDTLLS
VFQQPSSAANAIADGALPGSDSHQPTVSSSSSHRPMNSKTSPAPPARSSRSAENNKATTHNANSHPQKALIQSSSQVETT
CAICLAEFNEAEDFTWCRNGCGNVLHTHCMTVWAIDLTRRSDVVVCPFCRSDWYRSPAFVQRGKVQLEQAQEESNAPQAR
LERATPTKSGNTASDEASSSSSGNEAASTPSPAGHPPLTRTISGGNSATPSPASSTSTSVLSTPEQAHQQKTTSQPRSKM
TPKYQQPRLEAMGASASSSSQTASGSSGASSSLKSSNSSVTVYPGIPSVSHLPTLVRYQTLRTGTLPDIDDEIPPSMTEF
ARQWSALFGQRLVRCLFAKTWEAREIALCRLEAWAADPDALIKHAASALAPEVVAPAALEHCVLEVLVAIATYSAGDPVL
RVYYAMLALTRTLFIVLLPALEGVSVLHDTWQLINLIILKCSDARPRISNRSMDAIMDISCDPRHGVPFIVCCIMISVVQ
QQPIAPQSTATHQQQQQQQQQQQQQQQQQQQQQTLQQPVHPGFETPVELFAPPITSLSLALATQAGASSANSFRVPSIDV
SGRSYKLWLGQLSVLLRLMAEFRDAFVIATAGRHASDVLNDTELKRWDLFFQRFQTYSQAAASSEEFVAPLPVSAGKDSL
NLIEIVCHIAVALEHNHATVRQQARQFICQAYELISPLPENCRRMRAVLQASIRRKNLWLEFEKPFDAFDQTVRELRNAE
PGWAGTGENSHSRLHRHPLLPSSWINLRGEKLQTDAKATGEEYEAVQLAHALSLAERDVEFAGLTFAGEFATLESDTPPS
SSSRAGPENQPMSTLPGGESYWGASSSLLRVKQFQNMRSKSQPPPPSPRSRNMQSFDENLQEEAEETRARLEQEYHARTS
MSGPPPYHVEFQLDYDQEDWQFPVPSRERQNNIQLGFGTSDALAPPAKPERRQSFPTPDATWEMEKQAFAAKTKSSGSFL
PFDSLQEELVLHDQRQSELVPDVAAMLKVATGEVLEGPARIEGQHELVAGAAQGEAALEAASSNSGSDVQERDTPLTDID
ENTANELRSVISLGVAPIKKGVLGTGAFSTCFMAAIPLDRMEAGGKAAHQPSRIALVAMKQMTYARNTHEEEEKVMMQVM
QEITILAGLVHPNVVSFYGTQQDGNHVRVIMELMAGGTVTSLLQRMGKLTDSSAGFLARQLVEGMAYLHSMAVAHRDLKG
TNLLLSDDQMVLKIADFGSAVRVTDPNISHDELREARGTAAFLAPEVIKGASSDCFASDVWSVGCCIIEMVSAQSPWTQE
FGTDNQFSLMYAIASTEEMPAWPESCQESTGHFLRSCLQRNPASRPSMLDLLSYDFVNQTYEEEAEEEEEPSSTDIPQSA
LLVDAQIAPQIPALLAPAN*                                                            
>Cowc_CAOG_06843                                                                
MGNIEASQRSSSSSSSVNGSGSGSGSGSSVSVDRRRHPSLSSPSSSTSTSTASASAAASASAGSVRSPSGRSNSSASAHR
SSVPGASSSSSSSSTAGASSSLSSPSSAPTLAPRTPQQQQQQQQQQSHTHHSQAPHARPASTHSSASSQRHSTHSQSSVS
SNAAAAAAAAAVSTTASSSSSSRQHRAPASGGATPARSNSSSAASPRTPANAASSAGASRSSSSAGPRRSASSASAGSSA
PSSSSSSGAGTTSLNDLLTRLVLSWQDSDNDDRDDHDHDDAIGSYDGDAFGVGARGRSVSTPSNRRYGGSSNRDSSLLFQ
PTSAKCPSCALTFVDMAKLERHLETCLATACAGYNDEVLKVDMSANIECVICFESFLAGQTIARLPCLCIYHKHCIDDWF
NTSRTCPEHPG*                                                                    



>Cowc_CAOG_07055                                                                
MRRRRRCAARFGAIAALGWLFAAVVVLLLAVGCRAASPDGSVINKQQSADAQAAVDRVARTSVGLELALTVLDDATKSQP
SNGADHASRNASVQDKINPETTAPLAGSLNRTTDEPLASNELSLADVQAASDADVLTRLLPRLRKTNLTVEMLEHVRPPP
VNVTGLFKGQWQMPLLASSRQVLGFAGYSGAMLFHLHTYATSTPDMHVVIGSARLRDGMYLTDAGARYSLFGVHLPHHQL
LVALLGSPEFMFTLDDVVELKSMIVSALLMLSLPESETGASPLVASFPRLERHVHRAMLEIVAQARAASIIREPATATSP
PSVSDEPDSKKAATESAACTFRAYFALTANETNFSVGPTDSLLPMASPNLEASSRPSKQMSGGLVKAGSAALDSDNNGVL
DEEQPRRAGSRRLAQAADNDGDDKFRTEVLVKDDIIKDNDLARLELTHDLDDLNAPFIRLEGHLVARAPFQRRVIDAVAE
TIHVQFYLDQATNYLTVLVLLTLLEIYFITQQIKRSHTPSAAAKVSLLTIGAQTIMDNYMILAYLTVGALFRQLLPVLGV
AALVKFIVFSLFETRYLILLWRSRRELDPNADNSIETIRREVSMFYTRMYLALLIGIFVGYSWLSHIKLLLFVAFSFWVP
QIAHNSVRGTNGGLNHKYTIGISCTRLIAPLYFFACPFNVVNAPDVPYAAMLVGWVALQVVVLLLQDMLGSRFFIPALFL
PKEYDYYRKVVFTSLTGYDPETARTDCVVCMNEIPYTRRGYMITPCSHIFHTDCLQRWMDVKMQCPTCRQHLVPDTSRAA
AWDD*                                                                           
>Cowc_CAOG_07566                                                                
MEVHGRHVHIKDPHAVGTMDLSMLTEEQRADVKNRAEFMEKHMGHDSMHAQMALILLISMVGGQVLLFMWKRWRPRAFQR
LTLLGMLLVPPLIAAHAGFWRFLVSWSAFVMLTGYVGFLATRNPLDRRTPRLVYAVFVLLYKTTYFVGTFGYITLFLDFA
SGGRMVMFGAPVAQTGLLILFYALYYGVLGRDIAEMCTDRMASTIGFTQIDGLPKKKLDPNMCGICTESLPPVGSPDETR
VVKLECQHHFHEFCIRGWCIVGKKQTCPYCKEKVDLKQMFRNPWEKQDLLYGNFLDVFRYLLVWQPVIMKLVNFYFSVSG
LE*                                                                             
>Cowc_CAOG_07611                                                                
MVRLVPLVALLLVQLLAVAASGVAADSDTARVAVMTITWKLASGVSSNYSLALEGVYGTYGPEKAIPAVRLVRGNPINGC
AALQPPAGATSGSWAPLVRRSDDGNCSFYDKTYNAQRNQAAAILIMNYEADRIVVMGGRLSTSIPSIAVSGNVGNQLLNL
LSDPSVSEVTMSVELGEELSLTLDNIFSKLFFDVAIFFVVFCAVTLFVFGGYYVQRRRMRREAEAYQEYMESMARRYVQS
LPTKPYVRPADKPQGEEDDSCAVCLDAFEPEVVVRTVPCGHFFHVDCIDPWLISHRTCPLCKADICPPEAEMPEPGSVPP
GTVAVVMVDMSSVDPNTRHERVQAIRRALSMDSSEPLSTDNSSTAIISSSRRAVSASISRASSSDSLSLSSSDSDAPEDA
HLMTTPRHGRRNSSSA*                                                               
>Cowc_CAOG_07678                                                                
MSSESQEHNAAVRQQHNHAHHHHPRAAHTRENEAAFQEHDSLHKANVVHEVHEHTSDVDAELHAHLPSGSISPPAVQISF
APAPVIELFAALQPSALIGKTSTSSQEMHQQIHALQRAAGVARQQPDEQILRQIIQPGVLDGVVMLLGHAWTPVVVIEAA
RTLANWSHHSEILSDQLSRRGAVESLLQLLPRHLDNMEVVRCATHAIANLFAHSNENVVLATNIQIPWPCSGAPFPCDRP
VSGVAALVHLLRHTAEQGYPTAAVQVARGLAHCTRVPTAAALILSAQSLNHSPDDKGASNPSSPCAVTGCPLNFESSDEA
SESDQSEHHDAPNSTSEHGLPSPALRTTSAPMPIPENSLNRARDQSRARFYSYAMDIFSGTLKWYLEVEEYARQHGADLN
VEENEDNDVTFFLARVFANISLMEGTSGRFLSLAEIPRQLVALLQIKPHPVSSSRIYAPITAKLIAQTVANIGVHTACCV
QLLSENCAATLIASMQAVLAPIVAASSAGSLSQQSTALAEYLEEHSELVRCLTHAIANIAQVSQDERVFAPLVQPLTLAL
TVAQNEVVLATFGMCIFSLCADSQMAHAFSRADLLARLRAQHSRIIVSRSDQLGSAHVAAALFQLDRAQQPLVELRPAGI
HPDRLSELFEKYAYEVKKSSDTPALVDELRDDQIFRMDSDEDSDVSCNDGCDGCTHDDEAQCPICMECVAAGDVMVRLPS
CGHVFHVSCVGLWLESHTACPMCRCEVLKR*                                                 
>Cowc_CAOG_08710                                                                
MLDFIRFRTYFALSLAGLGLVFWTGFSAAMGDLNPSPLRRLEEIFDYDWLVENLPPTERKEWTMRIDNGVRAVFSSELAC
TALWNMVLCAVLTIGHVAQLLAFGRLRVVERMQVNSEMTHFLTVKLMLITMLLSASTETWLEVFVMGLWFVTVGLFKFFS
LVGRLRFEFLSFAPNTSKFTHFRVISALLGVVVVDCTWIAWSWAAMNHYDRIFILILIFDGCVALIETCQTLVKYAFLLA
GTSDQSNQNRLYYLDFGCEILTLGLTLVYYVQLLLFDGFSLDIVTFVLFYFVVSTYRTIKRKIQAFRTYRMASRNLDERF
PDATPEQLRENDDDCAICREGMTSAKRLPCGHFFHLACLRMWLEHGNCPTCRQPILAQSGAAANASPQQPQQPQPAPADQ
PAQEAAAPPNADQQQQHQQQQHQQQQPQPQQQQQQQQQQEAVARAANAAAQAFFQHMQRPMGGGPLPAGLRPHTGNNVGF
GNPAAPTVGAAAAGPAAAGPAAANPQLTHTRYQFNGPEWASWLPRLSLDIAHGHGDVAVNFDWGQGHAHAVHNLNAAQQQ
PQAAPTVRLHRLPTPFPPQQQQQQQQQQQQQQQQQQQPRVPPALLQNLQEMFPQLSAAQLEAELLHTGNYEATVENILTG
RLVAQPPSPAVAVPTSPAPFPRASEPPRPPAQPAANPSASPATETLYPTRSNLASSSAASTSAPPPAAAASSAASASAAA
EPTPPQAEASSSDSVANPPTEEPLTREQLANARAVYFSRTLGSTSPRL*                               
>Cowc_CAOG_08862                                                                
MMAADQQSDDDVASSASTTALRGRSGSDTSSADNAASLTPRVPPSRPSLPLSSSSSLSSSSPFSDAAAESGARRVNSTSN
ARNPATASTSTSSAWDDQRAPDNNSDNNHDHDDNDDGNDERRRPAANANADAAAAAPPPRTNSQQLSESHLECPICMSLF
RSATDLSCGHSFCASCISTQLQQVEPNQRRCPICRTPVTSIHPSYSLRRVVDAYIEANPERASQLSPLISQEQLLSSTGP
VFPSPNSLVNNNANMDRNYEGHFSPAPENRSQRSQPSSGSETLMVIVFIFTVLHIWDPFDMKTLCGHTWWCDLLLDSYDE
VLIIFWVAFFVMRALSNLENTAQ*                                                        
>Mvib_comp10990_c0_seq1_fr1                                                     
TPPPAIPPSRSFGASVHSRRPAPHKLKPAILSLLPSLVYSSSSSASLNMSDCQICQDPYLEGDSYRFLPCMHPFHLECID
QWYDCQ                                                                          
>Mvib_comp10990_c0_seq2_fr1                                                     
LSLCGAGRRSFGASVHSRRPAPHKLKPAILSLLPSLVYSSSSSASLNMSDCQICQDPYLEGDSYRFLPCMHPFHLECIDQ
WYDCQ                                                                           
>Mvib_comp7214_c0_seq1_fr3                                                      
TRNSTLTS*ARKVRPNLHVCVWGLLWPMSAAWCDVFLLDRKKKLHSLSSANGACCLCFRYVRGVHSVVVKVTWCL*FFSC
THSGLT*PPFDDMCPICHEDIEDTCLVIQFVTCGHFFHWACAGEWNEQSDECAMCRCPVNNTQRAAMRASMLPFGFMGNV



*RRMYHNLYMPEGE                                                                  
>Mvib_comp484_c0_seq1_fr4                                                       
TNLCSKLI*FTHFITTIMEKECFEYVSVESLSTLILCGTCKEPLWEPRRLSCKHKFCAFCLAHHLRASKTCPVCAVAMNP
>Mvib_comp6929_c0_seq2_fr4                                                      
LSLSLSLGQNRPHRTFSTSDTCPICLGELVLPCETNCSHVFCGECLMECWSQSPRTILSPLSCPCCRQPVTLLFTHFSVT
DQSSVNSETFTRVTQSITRYNRQHSGAPRSLREYIQDLPHLLRHMVRDFFSGNRLLIFFRLRILFTVILVVLYLLVPFDF
IPESLIGILGYIDDLMIIIVLFVPLLMEFRRQMQSRNAHPHPPEMQ*L*EIVRKTEE*EEGKKERRGRNTQGEREDGGRE
MFVL*CTEWRRNVFFKKKKK                                                            
>Mvib_comp8691_c0_seq1_fr4                                                      
AAVLAIAVEPVLLIRNGEWFSQVRLELPARFIIETARSLSVLHTLVLVNSAYCIFIHVAIAIQHMVFGELRHSERQSMYE
RLLNIILFKIVCIGALMEPVMLELLLWTSYFSLLGFLRVFSLLCRDRFEYITALPSGSRPDDHKRIVPSLATILFIIPLW
CAACVYFCGTQGGGWSLILLLTCECVILCVESAQTLMKLAVHLYDTRNGQGTSAYEHRSLAMYHIELYTDVTVHLLTLAH
YWHILLLHGFTLTLIDVVLLLNMRSVFLALRRRIVSHLNFRRANWSIDFAYGDATEEALKANNDDCAICRETMNSAKVLP
CGHLFHAGCLRAWLERSRSCPYCRIALGGEESPREAPEERAGGRRGAALAAWGVWWRWLLGQQQQHHRHQRADGRPTPPP
PQQAHQDGTGLMDDERARELLLAARVPTVVDMARQVQEIFPTIPREAVLSDLARTGSVARTLENIMDGRRNHYLREETVL
**RV*I*VK                                                                       
>Mvib_comp8864_c0_seq1_fr4                                                      
VLPLVRPAPPATDTVADLVAVGGVFRLRETHYAASKHIRYHMGGYYNRRSGDLVLLGAREGTPLELLSLIPNATHSSSAS
PTAHTVNALVSREAHALLKQRTASLRDQWRRSRLSQAQLEQEDESILARILKWELRQSESFQTRSFLYCKGRVLPQGKRT
SPYREKPLEIQLKMSFGSHSGHSIQTSLISLDNPKNTEKTQKITYLSVGISLAQLSALFLLTRHANQFFSSASLSRFSLA
SIAINSLLSAYQSFALLFCVALFPSAHLSLSIAGFLSLTESLMEIRFFILIWRVRRNTTENATEISMRRQLSNLYLRYYV
LLILGLLLIQQAGTVHLPVLLPFLSLSLAPQIVHSVHTNQALSVRSVRFLLVSHFSRLFLFLYFLSCPENPLSVPSLSLS
SLLLFFFSLQSLIILSQSHFGARFFIPALLLPKQYKYDRVPTASDPQSIDCVICLCPIGPTPFMVTPCDHLFHKECLLEV
RERKRSSA                                                                        
>Mvib_comp10950_c0_seq1_fr4                                                     
CDEASESATSSSRPGTSLLLSTIRRDASGWDVQVLSQELILEAVLLAERKVHEATGFRSSSVRSALRENLWDIERTINAL
KDSKKKKKGKKWAALVEHSLDACGVCYDDELSVENATVLGCGHRFCNACLEEIVRMQVQQGQAAEVQCGACGTLMDLTTL
AWLSGPTEHARVTEQLCSSFVTLQRQSRWCTNSRCGDALHCVPRGPSQTACFPPAVCRCHSAVCIGCGAMPHFPISCDDH
REFERTIGRLKTLIPTRDEEIIVKTKPCPRCRQPIEKDGGCMHMRCAYCKHEFCWSCGKDWLGRNATAQYGGNVHGFFNC
SGDSTELQMHSFEEISNVALVTLYRMSIRNHDLSARRCRMELSSRGKEPSLDTEQADGSKLDSALAQATDRASVGRGKRA
TRGVGHDIALKSRQWALRVLYECHMFCTFAYESPCLPWKQKGQRSRAVEMIQSIEMHIHVLSTQLTQIRHSSSLDAVNKL
VATTRHVRALLPKRMAVAATAMLLRSPKEKEEEE*                                             
>Mvib_comp13017_c1_seq2_fr4                                                     
PDSLDGEPVVFDWCTTLQSLDLSSQNPFQLDISLVNSPQSPSPNTKKPPVRQSALSIPKLLQSIIEFDAAEKQRIFDESY
IECEICYSELAGHKCHRLSLCGHTYCRACLTASFTSALSSNQSRPQCPTGDCTFDVSPLDLKVLLSAAVYAQYEQRLLEK
TLSAMDDVHYCPRPGCGKLVLVERDLGRCPCGFVFCLICNRVYHGVSPCSVEHAQKLLDEYQTASPARQEELERRYGLKK
LLKMREEAETLAYIHEISQQCPHCKFAIQKTTGCNKMVCTSCRNHFCWLCLAKLTAADPYEHFRMGKSVCAGLLFDGMAN
PDWDDEEEEEEEYEGGLFD*Y*TKMLYDCIIIIL*RFH                                          
>Mvib_comp14045_c0_seq1_fr4                                                     
DNGGGGGGGLFNMFSHMFHRPIRALASLPGAVPPPLPPPARPATRMQDMRRRRPLSRGRMNMPAKKPPAPPPPKKQVVEA
NKEKGLSNEKIGSGGFECVVCLEPPTSVMVTTCGHVFCDECIRGAIRVRHECPLCRTRLSLKNIHPLYLPQS*KIAPTCK
IIMAQALYFASLYHFFSLSKHFTS                                                        
>Mvib_comp14352_c1_seq1_fr4                                                     
QTVRACVLGYRSQKAGARRHDRIQADQRAYSKLRLIFGDTSSFFGAPRIASKFHIRSCGHMMHVSCAATYIESLHPEAVP
NSSLSVEFRCPLCRRVANMYIPIVPSCGIGADPRTTAPTSTTTTATA                                 
>Mvib_comp14717_c1_seq1_fr4                                                     
NALL*CALLLFRRRLCSL*LAFASKSS**LLKNFVFSL*LKVANSNAVDPSDLLGDDIDDDVYGDFALDDDDAATGDTET
GRIEPRIMLQPLNEVVPPNEARLLRRHKEQQVADCLKMSVYRARTFLQQHHYDALATVESVLASPPENTGDHPVHVCPVC
FDETDGDGDVTDDDDPVLTVPFCQHQIHQSCLAGYVGSAMRDAVGDVSLRPPFACPACTKGGEYLPRDLVVAVLTRGTDN
AKGAPDPVVQYDAMVDELSATAIRNCDVVPCAYPRCSALVGLDEGRSTATCAACAYAFCVHCRQQAHAPLTCALWRVVSA
ALKPILDSAVGTVSLIGHSAADVATARFLAERTKDCPQCLMPVEKNGGCNHMRCRRCACNFYWCCMGTPGCVCGGRGGLA
PETQSEDAFSQSRYETWLAAEQARVGTSAAVPSFEEWRALRKTRDYQRVFAFKSDQTAAREKLRINRQLETLVYECALVN
NISALDLDMAGGLMREMSRQYAATAKWEGDLAGLARQPPGVQYEGLVSFNSLQLLVSASRLLARLCAHQLLVELGLLDIS
HAAYSTLHGPIRSRLREDVASLVEVLSDKDREGNGNSERQRSAMRSLHFGLILLRRAADQEHVRLMSLERRTPFVNHKRE
PWPAVRFAEFVPDDNAVESALILNIGPAKKQHSTHHHDIWRVFGRWRSFLFSKA*KLITIDLY*SGSRLIETKKKKK   
>Mvib_comp14717_c1_seq2_fr4                                                     
NALL*CALLLFRRRLCSL*LAFASKSS**LLKNFVFSL*LKVANSNAVDPSDLLGDDIDDDVYGDFALDDDDAATGDTET
GRIEPRIMLQPLNEVVPPNEARLLRRHKEQQVADCLKMSVYRARTFLQQHHYDALATVESVLASPPENTGDHPVHVCPVC
FDETDGDGDVTDDDDPVLTVPFCQHQIHQSCLAGYVGSAMRDAVGDVSLRPPFACPACTKGGEYLPRDLVVAVLTRGTDN
AKGAPDPVVQYDAMVDELSATAIRNCDVVPCAYPRCSALVGLDEGRSTATCAACAYAFCVHCRQQAHAPLTCALWRVVSA
ALKPILDSAVGTVSLIGHSAADVATARFLAERTKDCPQCLMPVEKNGGCNHMRCRRCACNFYWCCMGTPGCVCGGRGGLA
PETQSEDAFSQSRYETWLAAEQARVGTSAAVPSFEEWRALRKTRGRCQ                                



>Mvib_comp15022_c0_seq1_fr4                                                     
LSLSLSLARSRSLSLPSLFLLLLLLLLLHFPSLSNLNLPFRPLYSRLFVPSRVPPPPHLSLDRSQLRLPFLFMGFSWGPF
FKGSSRCCASSAKSLEHLSSSLVFLLLPDNDSQLPAPSTSTPWGRDKAPALLSAAIHSLQKHHAGHFLILNIFDEPQPSH
QPCTVQFPSPTGPLDPSLHPPRMVVVAKVCQAASEWIRADPENVVVVRSSMNLVALFDCCLRLYLGLLDQDDVANVSGFA
AARAKDYGTRYGLAPTLPSTQRRFVGEFEAMVKRNSRDPLGISKMPAGRHEPLEFVRLCAVQCAVVSSPTRHPVEFSVDD
ERTSVRVLQRVKLTGPPHVLNCRVFFMITQGSTAVYSGLASVGGIQPWPQFMTSKRFGSLNLPLYGDYTFKLYHFPMTVG
AGVHLASFSFHTATFATACTSSHSYVVCRDDIFAGSQHGTSLPVNFTVDLRIQPYDPDAHLSPSATPTTTTNTTSTPLSP
AVLATKSSQQQQQRIGISSSSSDSSLESDIPLSANLIFDTDDVGARVVASDSQIAAREKQLKERRQMKILREQGLQNGPR
SSGRRTLHMSSATPSSNFHMSHSTPSTKLTTRDGRGAVTAAATPSAATSVLSQEGLVAAAPSTVAAAPVNPSTVATAVAA
RVPADTAATDLALVHRVDEHGVVPLALASHHLAGEESEDRRFARELQRQFDQEYLEELSRQPRDQESIEKEIMSLQNRLN
HLQQCHARIPGATSTRMMSPYTTPMPATQTFHISGPNSPTPANRPRASSSSTSTPTTTSSPTQAALSGPIYQHLRHNTAS
TTPAIPPSRSFGASVHSRRPAPHKLKPAILSLLPSLVYSSSSSASLNMSDCQICQDPYLEGDSYRFLPCMHPFHLECIDQ
WLLVKETCPICVASVTEMLKTNGQLSTSQSGSSAAPIPIPTTTTTTSTSALAISPVEDDCLETLL*SFSGLVLIDPENFF
CFSCGDHYVFLLLNQVHIFSYSTRKKKKKK                                                  
>Mvib_comp15198_c0_seq3_fr4                                                     
AAAAAAVGVEVEINLPIEFYKESNESSSLLGGNNGNVINSGEREVSDDGDGNDTQTIPLVTPLASPSRPTFVCTQCTICL
DDYVTGDELRRLPCQHTFHKTCIDPWLVTRRRTCPTCKHDVSQPLEGSSSSSTSSERTPLLSTSTTTSTPTAAAAAAAG 
>Mvib_comp15533_c0_seq1_fr4                                                     
TLKSLDSSYLIFSRIPSSLFAFCLVSRVTLLVDSLRLQLPMPILSKSNAYLLGSIAATVGYIGHTWMTKKQFYPSVVHLA
RSNGAMLTLYNMSFILLIMLGKALTRLFFGELRLLEVELIYERTWYAVSETLLAMTVFRDEFNRTFVALFALLLFVKIFH
WLVHSRVNHIEQTTMVSYGYHVRLLTVMAILGAVDVVGVTYAVKTFYTTGPSMQLLFGFEYTVLSIGLLSHFVKYLLHAA
DHRRINPWENKRLYVFYLDLVSDLSKLLVYISFFFIILMFYGMPLHIVRDLYLTFRSFFKRIHQFIQYRRATANMNERYQ
DATVEQLERAGHTCIVCRDQMEAGAGAKRLPCGHIFHRHCLRSWLEEQPHCPTCRRNVFEDAPAPVPPTPAVGPQAPPVA
GVGGGGARVNAQTTANHDNQQFDAVPEGAIPWPPTPNAMWGVGASTPAMPSSSTSPFPLFSPAPPLLPPLTDQDLEGLTE
DQLREMEGRERNAVAARLKYLRRMNSVLTRMGTELSMLDGSVNESQPTTPSASDGAGPSSPVPKMEASFTSAHHDQADAH
SSSPSPSSASPPHSSDATEADEMRRRRLRHFSSSTDPK*NKTSPPSTYFLFFLKKKKKK                     
>Mvib_comp15546_c4_seq1_fr4                                                     
WGVTGTPVDTSSKPLLTSYSSFFGLALETHNVPWNMYIDLFAEFSWRLCKTHVAEEMVLPDQVQHFYTVQLTPIEGHNYR
QLEQAASVAWARLRRARQRLRRQGDELSEAMSKVVSLLTRLRQACVHPDLLQRAAYVQNIDGNNINNGNNDNQALEGPPN
RMGAAQPLEEVLKMMLRTCDSDLFGIERDFLRRDNRAGMAAERAGDLVAAERVYRECWQRVIGFWREVQASGAFYKHHLG
DLVEEGTAKRARDDKNGEGARAIDDDDDEEDDDDDEEEEEELVGQKRKAQGQGKQSSSRKRRRVASDDENDEAGPANQEA
EESASLPGLVVCLVTGKWVRVVPCDRHLGTVLPYVSAHTIVTSRELSQQAGILGTLWTRTENVLDRPLHNDYAEDAAAQE
EGLDLQRQFDEELQTRRQLISTYSSDRVRNVFAQYVHELTRANDSDNDEQTSDESEEGEKEDEDNDDDEDYVSNAFNSST
WEEEGLRMSDGENAAAAAPEAKDKKKDGGPSKKNSVRLQRWTTGRSRRRQPTDLELAQELEARENRVGRLRTAAVHRDVP
ATTVLSLSDLVDQMSRALVRVENDERLLIQREMVLMRQEIRRQNETLALLDDDRLKVVSLWNARITFYRELQEISDAVTL
REERLGDDVGEDGGAAGGARIAHQQDVARVRLRSHSRYLRNLILSSLGAHNGDADEEGGGGEEEREQATVCVVCTVPIEG
DARVTPCGHLFCTECIIVWLRRRRQCPMCNTALVPSQLVAVDLKGEEERERERREKEAEEEETEKRRIAETPSGVPSASL
SSSTVAFERLPREIVQTRVRGDYGIKALSVLRHILWKRQEDPLFKCVIFSQWTEMLAVLERCLRSNHVLFETLTGRKPTE
IADATTRFREDPSVSVFLLHYGKHSAGLTLTAATDVFLMEPVLDSKVVMQAVNRVHRIGQTRVTHVHQYVVRDSVEEQVL
GEQQEGVRRLRNDAGDGKTAVATATGAADEVAKTKAKKPKKGERISNMGSGDDVARLNYAVAERLVAGVIKRTGGAEDDD
E*KAMSKITEMKI*LG                                                                
>Mvib_comp15731_c0_seq1_fr4                                                     
*ILKSAIAIH*SAMEEAREEVETLKDIFDDCIVDATETSLTVELTPTTDGDRDEHGHLWVRIVVDASIPGYPAAGDAKFS
IEKQRGLSNQQLRALSAAGEESLRETKGEPQLFTLIDSFRDTLTQLNAHGPHGHVCTVCRDAFADRVRFVRTPCFHFFHP
PCWKAYVQECHERNRQRKLERQADKRDLVAAASNSGNANNSRNMDTGLSCEQFLCPVCREDVPTPDKMPCGGSVDAPPFS
NDTRGQQRYKPDPSMREQQRRMQARYEQQRKAGGIIDVEAEQERVTLLISQTKKAEEEKEVETAGGESAAHGEAGEDEGG
RGDQGKPGAPQEDTGKTMTSERTAQSSRRRGRGRGHTGRGAAAIGGGGGAAAVDAVWSRRCGGGGG              
>Mvib_comp161394_c0_seq1_fr4                                                    
GVHECPICYYVLHFGNHSLPSMPCSVCKQKFHAACLYTWFAEGGNSSCPMCRSPF*ATQLQPGHRMASDGWPPNECG   
>Mvib_comp10357_c0_seq1_fr5                                                     
SRVRDAVAGALRSRTLHVPVLQAVYTSIMAEDTQNVEAHKRAVSLSTIQVFAQRARLESDLCVSSATESSDQLARFSLGV
HVYVLFLQCFSSLARSWYHSLERARSERVEKFTSRAVTEALLRRELNRIREHAAQRAAVVEAEAAARRRQQELRQQQLQR
QQQQQQREQTQASEQQQQRMIPTPAYVEPETASGADEHGLEIAEGLYIRANVAQREFTAVMVIEDLTAEVVLRLGTHYPL
QTVTIDGGRRFGVTESQWRRWMLQIMSYLTMHNGTVLDAVLLWKHNADKRFDGIEECSICYSVIHQTNLDTPNVPCKTCK
HKFHSVCLFKWFQTGVAATCPLCRNVF*PRERK*IPPTQGRKTEFMKRIIENREMYSMSIQDEMQNKEHHFRRTLLDENV
PKEHHMTYTIHPW*KIKEEL*NIKRYKNE*LLVIFSGRG                                         
>Mvib_comp11767_c0_seq1_fr5                                                     
LTLVMWIVLLNANSLLTSQVAAREHRRKRVLIFVMALLACQLASVYYIFPIYKSLALFPPSTHVEFFDTIFIVVVTDIAA
RYVTIFAKTLMTLAPSFWSYHNRSKYYSLAEELSQLYRLMLPIPVWYEFFLHAGSGKIFMSLIAGIYLVFKFSLVIERAH
KVVQFAQTMLTQQQRNHGRNGHHDNNTIGDEEPCAICQDPLSVPLTLPNCSHTFCEHCIHQWLSRNRSCPLCRAPVRLLP
PSLSLWRDGATSLMLQLF*CVCVYVHSVSSSLTLTLSLSLSHSLIHSHSHTLSFTHLSVVNHLSLSRCTRCFSHGSYLLY
LKHC*T*FNFFFGA                                                                  



>Mvib_comp11828_c0_seq1_fr5                                                     
LIY*QEKKKKGLG*FAAHTMGGRQSLPTDGTVDRVARDVAKMEIGDTSRRTGRLSMPAPAPSSSASSASLPYAIHASRAG
PAAPASSERPTSESSTRRPPPSSSSDMPHLAEACTANRPIDMRRALRGALQHGGEARSVGNIEDAFSLAVDRRTQMGGYN
RGHFAPRRRNEEPVKCPVCVETFTDPTQLSEHLVGCLPRAVTGYNEDVLVADIHHECQICFEDMVAGETTARLPCLCLYH
KDCIECWFIRSRTCPQHPG*FIKCW*RWLIRLITL*KKNIHFIRVTRLARVSACLLYHTLFFSTIFVC*DCEDGRMKIII
MIVFFLKKKKKLK                                                                   
>Mvib_comp13466_c1_seq1_fr5                                                     
EDDDDDDEGPHNLQSPIAQLFNVLQQQRRQQADMGGGDGNEALGAFLQLLVGGAAGPHGTLGDYAIGNMDDVIARLSEVD
GPTATKGLSETALQRLLQSELEQPEDCAVCKDVMPLGEFATKLPCGHVFHADCIVPWLKLNVTCPVCRSPAGERDNS*AP
HHEQYSSLHKSKRKLYSCTHNHSIDFF                                                     
>Mvib_comp14291_c0_seq1_fr5                                                     
TI*RNEINESQVYCGGLQSDQSSL*LLNTWRYGYCTGMDVSVECAICTELVVDNRQCPQCQHLFCAACIRRWVQSHAQLV
LPLPTCPTCRAPVALHEFTHNSTLQMTADASAVMITCPFYGCNTLVDRRDLDIHTFQCSYRTQYSDQLLAQYTSSTASNV
PSDSGMSTSSSVAEAPSQRALDQRAQLEQEQQRLAATGLDTIVHYVSESDTLAGIAVRYGTDTTELRRLNRMQTTDVIGY
YSLLVPRPKDMRACDVPLPDPEVIEALRRRMAIKTFMRVTHEREPGEALAYLSLAGFNVDKAIAKFQDDVEWQEASVKDC
HDFGAFLRRVAGNAPSQARADTLEALKRGDDPKKGGGGVPSRSLLSNTPCGRCVVRPLSVEPRVHCAACGAVLCRECSLE
SPEIPKSRLGATSDDPCRVCVDCAALHKK**IIIRVLFFLPKKKKK                                  
>Mvib_comp15022_c0_seq2_fr5                                                     
KKKKKKRSEILTILPPSPPFRPPPLLTPFPSRPLR*LSAAIHSLQKHHAGHFLILNIFDEPQPSHQPCTVQFPSPTGPLD
PSLHPPRMVVVAKVCQAASEWIRADPENVVVVRSSMNLVALFDCCLRLYLGLLDQDDVANVSGFAAARAKDYGTRYGLAP
TLPSTQRRFVGEFEAMVKRNSRDPLGISKMPAGRHEPLEFVRLCAVQCAVVSSPTRHPVEFSVDDERTSVRVLQRVKLTG
PPHVLNCRVFFMITQGSTAVYSGLASVGGIQPWPQFMTSKRFGSLNLPLYGDYTFKLYHFPMTVGAGVHLASFSFHTATF
ATACTSSHSYVVCRDDIFAGSQHGTSLPVNFTVDLRIQPYDPDAHLSPSATPTTTTNTTSTPLSPAVLATKSSQQQQQRI
GISSSSSDSSLESDIPLSANLIFDTDDVGARVVASDSQIAAREKQLKERRQMKILREQGLQNGPRSSGRRTLHMSSATPS
SNFHMSHSTPSTKLTTRDGRGAVTAAATPSAATSVLSQEGLVAAAPSTVAAAPVNPSTVATAVAARVPADTAATDLALVH
RVDEHGVVPLALASHHLAGEESEDRRFARELQRQFDQEYLEELSRQPRDQESIEKEIMSLQNRLNHLQQCHARIPGATST
RMMSPYTTPMPATQTFHISGPNSPTPANRPRASSSSTSTPTTTSSPTQAALSGPIYQHLRHNTASTTPAIPPSRSFGASV
HSRRPAPHKLKPAILSLLPSLVYSSSSSASLNMSDCQICQDPYLEGDSYRFLPCMHPFHLECIDQWLLVKETCPICVASV
TEMLKTNGQLSTSQSGSSAAPIPIPTTTTTTSTSALAISPVEDDCLETLL*SFSGLVLIDPENFFCFSCGDHYVFLLLNQ
VHIFSYSTRKKKKKK                                                                 
>Mvib_comp15022_c0_seq3_fr5                                                     
PPPPPTPPPPPLPPAVLATKSSQQQQQRIGISSSSSDSSLESDIPLSANLIFDTDDVGARVVASDSQIAAREKQLKERRQ
MKILREQGLQNGPRSSGRRTLHMSSATPSSNFHMSHSTPSTKLTTRDGRGAVTAAATPSAATSVLSQEGLVAAAPSTVAA
APVNPSTVATAVAARVPADTAATDLALVHRVDEHGVVPLALASHHLAGEESEDRRFARELQRQFDQEYLEELSRQPRDQE
SIEKEIMSLQNRLNHLQQCHARIPGATSTRMMSPYTTPMPATQTFHISGPNSPTPANRPRASSSSTSTPTTTSSPTQAAL
SGPIYQHLRHNTASTTPAIPPSRSFGASVHSRRPAPHKLKPAILSLLPSLVYSSSSSASLNMSDCQICQDPYLEGDSYRF
LPCMHPFHLECIDQWLLVKETCPICVASVTEMLKTNGQLSTSQSGSSAAPIPIPTTTTTTSTSALAISPVEDDCLETLL*
SFSGLVLIDPENFFCFSCGDHYVFLLLNQVHIFSYSTRKKKKKK                                    
>Mvib_comp15546_c4_seq2_fr5                                                     
DDDDEADIDGDDEDEGDEEGAGSSSAMASKKKEKKQAEKGKSKKKKKKHKKGTKRRRPFKPVTFEPPTIELARGIDAALL
QGPKTRFEGDQWNHWLDLYHQYVFNLASVIYNQGGREREATDLFDLAELTRSRMMHSSESAAIRTREGIVKGRERDGHKV
ERTLRDGSLRCTLGECGCVVEPCEKPKKKRVKKMKEAEEEEAEVWRGRQAMDVVEEEEVDDDDEEEEEELVGQKRKAQGQ
GKQSSSRKRRRVASDDENDEAGPANQEAEESASLPGLVVCLVTGKWVRVVPCDRHLGTVLPYVSAHTIVTSRELSQQAGI
LGTLWTRTENVLDRPLHNDYAEDAAAQEEGLDLQRQFDEELQTRRQLISTYSSDRVRNVFAQYVHELTRANDSDNDEQTS
DESEEGEKEDEDNDDDEDYVSNAFNSSTWEEEGLRMSDGENAAAAAPEAKDKKKDGGPSKKNSVRLQRWTTGRSRRRQPT
DLELAQELEARENRVGRLRTAAVHRDVPATTVLSLSDLVDQMSRALVRVENDERLLIQREMVLMRQEIRRQNETLALLDD
DRLKVVSLWNARITFYRELQEISDAVTLREERLGDDVGEDGGAAGGARIAHQQDVARVRLRSHSRYLRNLILSSLGAHNG
DADEEGGGGEEEREQATVCVVCTVPIEGDARVTPCGHLFCTECIIVWLRRRRQCPMCNTALVPSQLVAVDLKGEEERERE
RREKEAEEEETEKRRIAETPSGVPSASLSSSTVAFERLPREIVQTRVRGDYGIKALSVLRHILWKRQEDPLFKCVIFSQW
TEMLAVLERCLRSNHVLFETLTGRKPTEIADATTRFREDPSVSVFLLHYGKHSAGLTLTAATDVFLMEPVLDSKVVMQAV
NRVHRIGQTRVTHVHQYVVRDSVEEQVLGEQQEGVRRLRNDAGDGKTAVATATGAADEVAKTKAKKPKKGERISNMGSGD
DVARLNYAVAERLVAGVIKRTGGAEDDDE*KAMSKITEMKI*LG                                    
>Mvib_comp15748_c0_seq1_fr5                                                     
AAAAAAAASDEGDDDDAAKQKRQHASVVALLRSSATSDTTLDCGGGGGDAGTSWAVALRAVFRGAIGYAPSVLAKKVAAG
LAPAGYPKEAPVWLVVGALCLGGHAAEEVSLLAALDPAAVEEEEEEKMEEKESVVAVASDVKEDGEGTVETQEKGEEMPK
RYCDNHDDGATLGVVVCAACDGMSLCVECDRVLHMPKAKRLHVRARFDGKTANEVIEASGAAALIGTSGGVSSVAKKNGS
GGGAVEDGLKAAMKVQVDAGAGSVRLRLSWMSLLVHLQQQLAVLEVKRSPMAADGSVPGSGGHGRALGGASGASGGSGGV
AGGEPQVCRFCKSDLTAATRFEGNAECPALSLVCREEECREAATQSCTALLGCGHACCGVRDEEEHLPCLHADCCAERGD
TVDGDEYCSVCYTGSLSEEPCLRLGCEHTFHAQCLRRVLEQRWNGARISFGFMSCPLCRTDIQHAHLRELLEPLEALRET
VRTKAKLRLTYAGLDKVPELTDKTSRFHEQPVEYAMDRFSYYPCYVCADPYYGGERVCGAAPGDFDPSELVCPKCQPHSA
ESRCPKHGDDFIEFKCRYCCTVAVYFCFGTTHFCERCHSDTGRMGDLFSSGKLPQCPCGPLGKQLVGECPLGVKHPPGGQ
EFPLGCGVCRQAQTF*ETYREERSREGRLIYIEIKIERFKAK*SLYSEVV*GSFVVKAWLLFNPSKKKKK          



>Mvib_comp3710_c0_seq1_fr6                                                      
AEAGPSACAREEDDSAVAEDDDDDSSSDEEEADDDLVTPRTDAYLAEADLWDQRQTTKQSKRSGGKGTVYDRNLKKHVKK
TDRVRAVTYEKKITKRAIVDEQAERTKENRLASLAMRLSLMGLSLREPSTIDSGNRNGPTTAGYTRRLVRTLGVDEQLAQ
LLEQLQHRDATPADYDLLLRLDETVKPKTLSSTRLQVFPTDTLNDDAATLLSSELCLVCMDDFPSGTVVRRLPCGHVFHR
DCIDTWLTERSVKCPLDNIDMSQ*K*KKRENNILYCVHYVLFLCYVGSLLQTYKKMKQISM*I                 
>Mvib_comp6929_c0_seq1_fr6                                                      
FMILEGVDDQVLYGFAFSLVSLIGTVAFLAAYFARSGRRSTPSIQVTDELRGAVDARRAAVVQSETSTQQENRPHRTFST
SDTCPICLGELVLPCETNCSHVFCGECLMECWSQSPRTILSPLSCPCCRQPVTLLFTHFSVTDQSSVNSETFTRVTQSIT
RYNRQHSGAPRSLREYIQDLPHLLRHMVRDFFSGNRLLIFFRLRILFTVILVVLYLLVPFDFIPESLIGILGYIDDLMII
IVLFVPLLMEFRRQMQSRNAHPHPPEMQ*L*EIVRKTEE*EEGKKERRGRNTQGEREDGGREMFVL*CTEWRRNVFFKKK
KK                                                                              
>Mvib_comp8572_c0_seq1_fr6                                                      
FCFCSMSDPCRYYAAGHCVRGQSCRFAHVRGERPSGAGACRFFLRGECAYGSRCRYDHVRERDPSSAAPPPPNALRRRVD
RPEDAPVALVIPADYTPQDSLPLWAPTGDPGNGLICSICMEEVLDSKRALSDRRFGILQCDHVFCLACLRKWRATKDQTT
ARQCPMCRGVSHYVVPSSFFPDSADTKARVMEEYRQRLAETPCKYFDQGEGECPFGSASLFTYPLSHA            
>Mvib_comp8800_c0_seq1_fr6                                                      
SFDPSGGTVVSGYFMVFVAVSLCGVFFVFVVRKSFVQLYCFRQRSIAVGPSTPAEEAYARSSNSEAADIAMVHLAMRRLS
RLPRRASAEDLTLAAIEIIRSLPTRKFGELDSDRSMVRSCDSADDQKTAEESKEEERASLLTKRPATTQRVISAAQANHH
MKRTAVSASSRHTCAICLSDFVTGDGLRTLPCSHEYHTECIDPWLMRTLLCPLCKAKPTRTTTATTTAACTVTSMRRNSV
SGMMDGLPSRAVREEGTTSREGVRTTQREGEADESDAQVLLARANRTVPSTTVDVNALLHSNSSSGV*NA          
>Mvib_comp10740_c0_seq1_fr6                                                     
KVKSNFPSFCYMRQLFALLLVALSARTAWAQQSVREAVVTISFSSATANVTSSPIRSQAIYNTFSPEIPFEGIAVSTTSP
TTGCGDVPAAPLANAIAILVVGGNCSFADKARNAQRAGYVGALIYNTDQRDRVVVSTGADQQFPSISATWSLEMEILTYQ
LGHSVVTLSIEPGESWPLYPYAFSKLFFNVSIFFVVFVCITLAFLGFYLFKRRRLMQHIEANLARHQERREQRAREVLST
LPTREFKGDNDDSLTCAVCIGEFEDADIVRVLPCAHEFHKTCVDPWLSSHHTCPLCKFDILGEDEESEEGEEGEGAEEEP
FNSNSETYTETVTLHSLSHTPLTDPHSTLHSPLAHSSSVELAPVVAFSSPDSIIRSSESARLLADSDV*YNFILLLLLKK
KKK                                                                             
>Mvib_comp11086_c1_seq1_fr6                                                     
KPGGRPQAWNYGESAQPRKIFRRNLHLAQLKNEGKGKRGKKKKKGKNPAPAPTQPSHPYDYRAPLPSRRSIEQQENEQLQ
AAIAASRVTAYASSAVRQPTFVPHQLNISREARPLVATTAQAVVGVDARLARLLIELQSREIIPEDYDLLLALSDQTAVK
KRAAPSDKVDSLTREQLSDSHPLVLDSTIVCTVCLGPYLSDEQATTLPCQHVFHANCIKKWLRDSSPNCPLDGTAVFPED
*KGTCNTRISLCLPMGAVRTYARYQFSSQ*SVHPTQ*EH                                         
>Mvib_comp11829_c0_seq1_fr6                                                     
PQAPRRSKRPPGAKRKAPTPKTPTANKPSAAASASTDKPPNLFHKIFKELQGKFPNDSKEKLVNRLMRVQGENGGSMSGL
TVDFIIKRAEQHEKADHEEKIPQCSVCLDDLPRDDKNGITLDCQHRFHAPCVSVWMQKNHTCPICRMHIPDKSEFPALGG
TKQRR*AFFFFPLSFVCVCVDVRLFFFPF*VKINNTFLILFKKKKK                                  
>Mvib_comp13038_c0_seq1_fr6                                                     
ESLLTLEQVALPSSTQRQVHTAATPPLTDDAQSVDSPNDPIASDRADFFDEVAFESGNPKGGSVVVTRGRLQLYRHKERT
NAPTITTTGSSTATTTTGVSSTGAPTRSTMLCMLAVPMHMHYSELIDFLAPIIGTLVHLRTVRDQAPNRYMALMLFDCED
TAEQALNAFNGIRFNSLEPEVCHLAYISSISVVSARSGSARHDYLAVPSSLAELPTCPVCLERLDESATGIMTTLCDHSF
HCSCLSRWGDGSCPVCRYCQAPDEQTECMEAGCTRAESLWICLICANIGCGRYVDGHAYHHFLDTQHCYAMEMETNRVWD
YAADGYVHRLIQTKTGGGFVALASNPKGASEYGDADEKVDAIQLEYTYLLTSQLESQRQYFMEMVSKAEEHGRMMEEQCN
DAQRRVSELEQTLAEAVKKERAADQRARTAQQKQISLLRELVTEREFNSSLTNNQSGWAKKLESSAREHGEALKTSEARI
AELEEQVRDLMFFLDTQKQIASASPESVREMQGATIVEVAPAPPPTPPPSTARAKGKGRARRK*SNGISRRVCCACTAPV
HHLGHNGFP*HASRHKIPTLYIQCDSCT*DGLSNDMTYYFMYF*YSNGNNKINR                          
>Mvib_comp13038_c0_seq2_fr6                                                     
PSFPSFPGVPPRPGPPRHDYLAVPSSLAELPTCPVCLERLDESATGIMTTLCDHSFHCSCLSRWGDGSCPVCRYCQAPDE
QTECMEAGCTRAESLWICLICANIGCGRYVDGHAYHHFLDTQHCYAMEMETNRVWDYAADGYVHRLIQTKTGGGFVALAS
NPKGASEYGDADEKVDAIQLEYTYLLTSQLESQRQYFMEMVSKAEEHGRMMEEQCNDAQRRVSELEQTLAEAVKKERAAD
QRARTAQQKQISLLRELVTEREFNSSLTNNQSGWAKKLESSAREHGEALKTSEARIAELEEQVRDLMFFLDTQKQIASAS
PESVREMQGATIVEVAPAPPPTPPPSTARAKGKGRARRK*SNGISRRVCCACTAPVHHLGHNGFP*HASRHKIPTLYIQC
DSCT*DGLSNDMTYYFMYF*YSNGNNKINR                                                  
>Mvib_comp13038_c0_seq4_fr6                                                     
ESLLTLEQVALPSSTQRQVHTAATPPLTDDAQSVDSPNDPIASDRADFFDEVAFESGNPKGGSVVVTRGRLQLYRHKERT
NAPTITTTGSSTATTTTGVSSTGAPTRSTMLCMLAVPMHMHYSELIDFLAPIIGTLVHLRTVRDQAPNRYMALMLFDCED
TAEQALNAFNGIRFNSLEPEVCHLAYISSISVVSARSGSARHDYLAVPSSLAELPTCPVCLERLDESATGIMTTLCDHSF
HCSCLSRWGDGR*YVACNELNAPV*                                                       
>Mvib_comp13038_c0_seq5_fr6                                                     
PSFPSFPGVPPRPGPPRHDYLAVPSSLAELPTCPVCLERLDESATGIMTTLCDHSFHCSCLSRWGDGR*YVACNELNAPV
*                                                                               
>Mvib_comp14629_c0_seq1_fr6                                                     
LIFLLGVALIVSRVPCHL*FARMGLCRCRKVTNMFCFSHRRNVCESCMVSDHPKCIVRSYLQWLQDGDFDADCGLCHTSL



EKGQVVRLVCYDLFHWECLDKYCASMPSRTAAAGYTCPTCNSGIIPPANMHSPVAEELRQSLEKAAWVPTAMSSDAATDA
ILGLTSSSFESASTSASIGSPRKTASGAHAAAQSGALTSLAFGSATAPAINPHTDPDENKYRPRRDAMRFCRTIMGIKTW
KFFVLLAIVCFCVYLGLSIMGRAAQAED*E*ACLLLICIIKTNSKLKHK                               
>Mvib_comp14629_c0_seq2_fr6                                                     
LIFLLGVALIVSRVPCHL*FARMGLCRCRKVTNMFCFSHRRNVCESCMVSDHPKCIVRSYLQWLQDGDFDADCGLCHTSL
EKGQVVRLVCYDLFHWECLDKYCASMPSRTAAAGYTCPTCNSGIIPPANMHSPVAEELRQSLEKAAWVPTAMSSDAVRQK
KTKNERRTIAMHRVFSLPPLLFLAPSSLYLSIMLFLSISSLSIFPSRCFCSPPLSPSRCFF                   
>Mvib_comp15198_c0_seq1_fr6                                                     
KKKKRRFSVFSVNPRYSTYMSPVEAERTLHAASHWDRLSSTP*HLNRQIDVNILSFCCFLCWAHLAPTRTSSLCCMAHVT
MTLTCVNSREPCLAN*PQECSACAHLLETSCHLNSPLSLPSLPLSSCSPAGIEGILVDSPAPYDGCAPYTLNTTGTGNWP
LIVLVERGNCEFDEKVQQAFNAGAGVCIVYNNKNTGMVRMGGTGGNIPSVFIELPDGELLRTLAGDMALVDNNGRWFTPW
PSFVLPFIVVMGVSMCVLGTYVIYRNRFHRRAQRQARMTEEEVEINLPIEFYKESNESSSLLGGNNGNVINSGEREVSDD
GDGNDTQTIPLVTPLASPSRPTFVCTQCTICLDDYVTGDELRRLPCQHTFHKTCIDPWLVTRRRTCPTCKHDVSQPLEGS
SSSSTSSERTPLLSTSTTTSTPTAAAAAAAG                                                 
>Mvib_comp15198_c0_seq2_fr6                                                     
FSSSFSLSQYTMRTLLATLVAFFVLACAPATATVSVYSGNMTVTVASWPASFGPPLPQNGIEGILVDSPAPYDGCAPYTL
NTTGTGNWPLIVLVERGNCEFDEKVQQAFNAGAGVCIVYNNKNTGMVRMGGTGGNIPSVFIELPDGELLRTLAGDMALVD
NNGRWFTPWPSFVLPFIVVMGVSMCVLGTYVIYRNRFHRRAQRQARMTEEEVEINLPIEFYKESNESSSLLGGNNGNVIN
SGEREVSDDGDGNDTQTIPLVTPLASPSRPTFVCTQCTICLDDYVTGDELRRLPCQHTFHKTCIDPWLVTRRRTCPTCKH
DVSQPLEGSSSSSTSSERTPLLSTSTTTSTPTAAAAAAAG                                        
>Mvib_comp15689_c0_seq3_fr6                                                     
CFFKRVCSRIYQMSMDSTPTCEHYKRHCDLLAVCCNAYVSCRVCHNDEKDHEMDRTKVVEIRCRSCSTTQTVAERCESCD
TQFGVYSCLKCRLFDDDTTKGQFHCDGCGVCRVGGKDNFFHCGKCRACIGVVTRDTHVCIEGLLERNCPICLENMADTRL
DLHLLPCGHALHRKCFIQYSEHSFACPMCNKTMHHDMKAVWDRIDDEVAQTPMPSDLPDRTVSILCNDCQHKTTLLYHIV
GHKCAACGSYNTAQIGESSTLADS*CYDWSLTRET                                             
>Mvib_comp280714_c0_seq1_fr6                                                    
STLKFFGNMLEGLKEGQNFTCAICLDNLGPGIERVITKCGHVYCPSCITQAVNQYHTCPICKHELTNNDIIKYVSDVMKE
>Mvib_comp451981_c0_seq1_fr6                                                    
GMLFVFQPPFDDMCPICHEDIEDTCLVIQFVTCGHFFHSACAGEWNEQSDECAMCRCPVNNTQRAAMRA           
>Sarc_SARC_01404                                                                
MSGHDAHANPNTLHGHEECFCGDIGAAMTLGMIREHCMFGRKWNILSMLLRKRANWLCNWTLMDMLMKATLSTEDGPDME
TIRLMSTSIAELAVGAVAFPMTVFVLSDIVSKFSAHFQLNDFDTLLLMLDHGRNAGGRGMDRVEATIYELKLSAIMVGVH
EMSDWHDEVPDVSTDPLVVEKLPRAALVSTCTVCKDDTDTSGTSMPCGHIFHTTCIRAWLTRANTCPLCRAELPASEIQW
DSVVNFD*                                                                        
>Sarc_SARC_01415                                                                
MTLAMKRLHPMYEHRQLALTMMLHMEVASPCPWTLMDVLLADAGACDLDMDAGLVDLISRSIARLADGVAVTPMMVFVLA
DIVAHHAGRFGPDNFDALFHMLDCGKNTTDADRVERTINDLECKLIVVLVALDMMDDSECSAPVPADRLAVLELPCVVLT
SECTMCKDDTDTDMGSLMPCGHVFHTACIRMWLAIANTCPMCRAELAESTTVTSPTRYSVVNLGEFICSGYVAELTIGVH
VDNIYVTNRYYVTHDRRVVGEAGGAGKRSGEICDFGVYPDYLMHLPDDGAIVAVREFTDRSEVPDDLDLDFMRASHDKMH
CDWFVFTMVNGRALKSDPVDVIRIQNLPCAAYTRYI*                                           
>Sarc_SARC_01505                                                                
MMSLSIYTAVSALATVCTVSFALGRAGSIPEQGASLHILKVVFADKLSVLLLVNLTYTILLWVAKSIQYIFFGLLRPVES
QHMYDRLLNYLMLKIMFVGAILEPDMYELIMWTTWFSILGFLRVFSMLARDRFDFVTASPTTPTNVHGRLLYLLVAIQVL
NASWLGLCMYVFSEAGVSVLFLLVFECATLFIDTLQTIMKYCIHLYDLQYTGVWEQRNSLMYHTEIITDLAVQLATLLHY
VHVLALHGINFTLIDAVLFLNIRTEFKQFRKRLAGYRNYFIANRSLNTLYPDVTPEQLKIYDDHCAICRDDMLNAKQLPC
KHMFHASCLRSWLEHHGSCPTCRMSLVEDGPPSASDPATASVLASRNRASLSINNSDLNVLRPLTGLEPTRALSLPHPAV
DRTGTRSNDDGPGAGSDATLNNRGDSTAWATSQGSDRRLGGGDLRRRRREGNRDPEVHSGETIASLSDVHIRPRRRVSAA
MSGEGSSHSILPRLQQVSDAFVGLPPLAFNQSSATRTHTPSPRTLAGARDGSVLAQARAQTASQPSTSAHTHTHTHTHTH
TQRVAQPMARDARAGMDMNTYAGGGLGRLSGWLEQLIGSFTATPRLSEEELQEMVEGVLEVFPQASRHAVLADLRRTGSV
VQTIDNVLVWPTPAPTPTPVLTSVQTITTVQRPTTDEVEDGWVRMSLQDLPTVNEHPSVGRDAGASTEQAGGLEAESTTT
RSRTDADADASNSVSYPVGTYHSQRIVGGPSGSSRVLSSHTQRDERVRGLQASELTGGVNTNPDADTRMGHDSQARLRER
GETCSSNTLDIERAGGAGRSPGTQSNSTSVFTSRAPVAEALDSSRRAVGREASSSSSHYREHTPTNHNNTQLSSSSHSDT
QLSSNSHSINQPSSSSHSGTAASSNGDDSRSVQHNSQHAPHTSLADPHSDIAQANGVGLAARRDSFTDSELSRHINVFRS
SQTHMQHQRRPGGVTLTMGAGVDRAISGLGSFLAGNYQSEPEVSTISNSVVDEEKQRLIAQSRRRYTERLQAQRVAVAER
RNEADDSMGLISMGVDAALSQPASVGTETSITDGGASPHSSVSGDGASASSSGGRDEVGMDSSVADDSVGTKTSATEDGA
GNHASMGEMSSVGESDGPEPLVLSDTAASSRSTAASGTPSPTPSHWQLQVQSSPVQAATGQPAEGDVPTSAHKDTPSPEA
SLSYSRDEIREQAFLAAEARRTQNRL*                                                     
>Sarc_SARC_02000                                                                
MRLGQYAFSSTALLMTVVVNAWVQKEQFYATCVYLSKSNTFSLLAYNEMIVCVLLLGKVLFKVFFGELRATEVEFTILAS
SVISITLKYMLNCIEVLSEAPWERKSMFIFYVELCIDFIRIIFYCCFFGIVMNYYGLPLHIIRDLYMTLRSFVQRVRDMV
QYHQATSNMNERYPDATPEELAAMDSTCIICREDMEAGSKKLPCGHIFHLTCLRSWLERQRTCPTCRRPVLESQYAAAAR
LAQRNQPEANNAQQPAAQNQAQEQAQAQTQAQTQTQTQTQPQNTARSDASSVANAPSDVQSHVPGKPGPQSVAPHVAPVA



RAHYTAPANSSAAAHTHMHTKTSAYTPSQPIAGQSSLLPGERPVPTASLQSAGGLPTQPLHSTGPSSQEGVIGDTYLPKG
PFTDEQYQQERQRMINRLAMLQKMHSGLDQILLNMTAYNTHPFAQPASSTPFFTQTESWSASGSTEHATASTSRTMASSE
GQPVGHGVASASPTTSVKTPTFTSTQTSTQSRPQSLLPTHASRSVPRDETQPLRSTEASLAPESVLQEDLPEQSSGEKST
ADGIGVDKNGGSSAASDGAQESEDAVQSSATAQRSAWADVMASRLGQTRRDNETSNASIANTETAGLDTSTEHGVVVPRE
DAESTAGVQTGRAADGGATSPAAKPAAPSTTASQRSGGESAGELNDAHIDSTTKTVKGEAAALNPDSGIVDILDGQGNAA
VAVGAGGDASDAHGTSQTTTAQTSTSNPFVGFKKTGGSVSAQDGGISSDSDF*                           
>Sarc_SARC_02488                                                                
MWFPLSDSMALGALFGRLVAVTDRNDTYIFQTSQAIFGADIPSEGLTAVMTIAQPYDACSPIVNDVSDSIVLVERGGDCD
FLVKAKMAEEAKAVAFVVKDNVDGPLIIMNAPVGEGCDTIKIPAAFVSKADGNILSALSETKNRLSAGDLTIVSGSRSGV
RATLYPSFFLDSVASFILPFLLMFATSSLLFATYSLYLRHARANFHAISTLTEEECARIPTHSHKAVNFGDTCTICLEDF
TADEQLRVLPCNHEFHVECVDRWLINQKKTCPVCKCDALNGEKHPLLAGQLNDDVAVEVAAPVTNASATTLSAADDTGRP
NQP*                                                                            
>Sarc_SARC_02813                                                                
MNMIPKDEVTQAAKVLNRVTGDIIRRHSLYRKRFRILKYLLQQGRHDSIAWQLVDILFSADEDPVFLSTNMTELLVDHVY
TTGSVSIHEILVVTDIVLDMELNESMAEILQRFKAAMETPLYVSERARMKAASIEVESFMYGPSAWSLDGLTNDHFHATD
SDNEYSDVESNDETIGIDGNHIGCLRGNASNPDVIPLLPTIPTIRECHICKDHDTKHVSVKLPCADTFHQKCVRRWLQSS
NSCPLCKNELPRESTVPIASTFEALDIPKHLPLEKVIRVQVVKNSLPNPESNESGYKDAPKIYFVDRKGVVISSEKKKNT
HWQIASKFGEEWLIS*                                                                
>Sarc_SARC_02833                                                                
MLIFRGIPLTGLLSVLCAIVSGVPWSPISYPNPVVEAKACHRMHTQGTSYVCDPDDILSVEAADKIEAIFNAIVKDTTSP
CQLPKKEGGYQVALALMNSFETDATVPMETNAGRMARGLHDKWGVGHHNCHDGVLVMVSVSQRQVYISTGEAAGAILSSD
RISWVTERMKGHMRAHEYDEALIRVASDIYHILTNDDIIHGAYDSLVTHLLYLFFVGFFLKIVHSIYMKRRGTARFAECK
AKLIKIDRLKQKASQKGSTDGITTPSICPICLEDLNSSQDDSTDEAEDISKNNVSSDGSDRSDSVRLLSRNNGAAHSKQH
SGDFKGSGRPSAALPNCNHEFCVDCIERWLQEQSSQGKEMTCPLCRSSIDHDNRSGSSAAATNNYNHSNNNYETYTRTDY
AGTYVPDEGTTGSSGARVALASMSLMFMLGSLQSQYPEFVDDEMRSEWEREPLSHRSYHDRLEARNPARAQDAVRTDFGS
ASGSVHTSFGGGSSSGGGGNSW*                                                         
>Sarc_SARC_03804                                                                
MDDVLDSVGPRGNKQYRRVRDIRRRYPKNIGPAVHPLTLLGLPEQAVGGTDEFECAICMGDECAHDAPRVVTGLPCGHEF
HRECVRRWLQNSKTCPICRYELPDSEPGLDRFVAVETWDVDRVLSQVSDRVSRWTSSETT*                   
>Sarc_SARC_03928                                                                
MHQQIMFMNGNGTVDVPSVSVTGETVIAISSLMRKHEVKISFLPGPDLMSLQKGFVLMMVNTLIILLVFGGSMGMFSFFM
WYKRTALERRLLREAEEVKRLARVKVEAIVNSLDVGVYTKPVADDLESGVNCIDIDSGEAGAADSTNTNSRTAFDNEVDC
CAICLEEMEVGDQIRVLPLCVHGANFHLMCLDQWLMDVQSCPMCKARLAEDESECESECDEAENGNVNASDGPESEGHSS
EDDEDNNSSTLLTGSSNRTSGSVRDTEVGHVMSSHFLNGNDAEDGGEDDDVDDSGDGYVRKSHLLPASDDTDIDVSDVAR
GEINSKGITAEHRPASSTEHTEVGMELRSIFRNDNASKMHEGNIRISKSNISENISGRESLRVDDDQERGDECDTDEQTR
LV*                                                                             
>Sarc_SARC_04634                                                                
MGGAGVDCPICLDDPGLQWGGLRGCLHKFCLLCIETWAESSTACPMCRTPFEHIDVYGGRVDQRSLLRTIHVQQKQFAAD
PEADDLAEHVRNAACEVCRSSENEAELLLCDGVLADGSMCPRAYHMLCAGLDDLPPMEEEWFCPNCVARLSRGGPRPAYE
DSPVTTEGPKHEFRSAVRESRDETLDRNGYVNDGWMVSDDEVEYTSGASDTDDDKGSGSATDSEVDSTSDSDDSTSEIDE
PSNTDGDTPRRGLRNGPRVTSTHFSSRPDSPGTSSGRIKTGSGRGRGVVASDSEDESLTSLESERVARLSALLQERVRNL
PPEQRKSRPKPKPKAPVRKTRRKRKAPKRTTTKKGKKKRKTTPKPRVIEKKSTRIGLDLQSFARSGSNANGYSTTARAHR
MAKSFAKHSQNAERALQERWESAAKAEEALKNRPVQPKGFFASLGTSSSGLGPSSRGQMGGLFAGSTAHGPEGDKHGGMS
AGQSPGTSTNRTARNAKVVKSTNAVNRKLAELREESRGDGSATQVEKTAVKVEESVVKRENWDGVGVRATTSRTVNPGRN
PAQPKKDRFDSLEKFGFVTSTAKSETQAVRTSTTDSRRTSLHTTAHPATSGLDSTSRASANKDRTKAAVQPSYTYAPSWV
TDTSRYSVEASYKASDRIPGKTLRYGTAVKNSGQDKTTTTVDSGKEVSAPVEGNNAQFRTFAAMNRTDNAQPGHSLSDQL
ERALEAQKRPAKAARMDTEDEQRRKRMEEWMKTKMRMHMGEKPSEEKTDHNVRARNYKSSILEGVDGHTVRSGNRFCTTS
TSPTAPGRAQGATHGTYDSRRKPVGVKSEPRAEPTKHPHSEKPAATFRDYNRGLAGDMVDAERNIPDMKQEANVVGLELD
AEPSTHAHAYPRRKPCDAKQPTIDGKVEPLAKRCRYTSREQSVSPEVFPGEVYRRIRISTTGTIPGIKQEASVTKMELRE
ELGTHEHRDQSASTREIKMEKGAGNSQEMSGSGRRVTDMKAAPRTAGRTHTRSVKSYSKNTWCDNLFSDGDSGSDGKLKR
RNRNSDSREAKGRFRVPSSSESEGEDDVVVQRKGTKRKRLLSASDSDSADENGLAQVKCAGVSQATNSDKCHTRRSTDNL
HDADAYAPGKKEKTSLLPKSNAAPSSSSNSNTERAIKSEISSMSNTRVVIDLSGDSDECAQPSSIFKKKGVTGTGATLHD
KTREQRWTSLAQGSEAKPTAARPKRSLALFDTSNDSRSSSPVVCQDCENNCSSRRGVSVCNHKTIGKGLNGANRELSSGR
AALRKLNIIRGVKEQIRAGASSGTAKGSGLDCARAHASMQTDNQKSDANDPYANKYFAHNRMATPPPKLNRFCFQRK*  
>Sarc_SARC_04676                                                                
MLLRKRADWLCNWTLMDMLMKATSYTEDGPDMETIRLISTSIAELAVGAVAFPMTVFVLSDIVSKFSANFQLNDFDALLL
MLDYGRNAGGRGMDRVEATIYELKLSAIMVGVHEMSDWHDEVPDVSTDPLVVEKLPRAALVSTCTVCKDDADTSGTSIPC
GHIFHTTCIRAWLTRANTCPLCRAELPASEIQWDSVVNFD*                                       
>Sarc_SARC_04772                                                                
MASSSASSPQKGKDCSPDRPAHLDNDDIDDDITACVLNIDNNASLDDSVAQAASVSDTQPQTVSDDHDNDTTNSIGTATG
PAAPSTQPLTRASSFVSLGTMVTTGVGAETPATQVRSNAVEHARRSYFVKFLLYLEILMWAAQIVAVIVVLALHWDRNDC
DTPLQVWCLVVGIRNAFAIVFKIAKYKRPDNIQIRRFHAVLEVTLLVWFIVGNYWLFDSPGCEGSAVYILALCLVIFSYI



YLLIPFMLCLSLVFCLPFVLLAIRLMKNNNGVSDGVIKRKTVRTKFKYGMYDKADASCCICLNDYVDGVRLSTLPCDHHF
HRKCVDAWLRINQSCPLCKRLLIEVEPNTEVGP*                                              
>Sarc_SARC_06080                                                                
MMPNDQHDAIGRFAVIDAVVDFILDYDDSPISVEAVLCMERIVRHEPEAECLVRLIHHKLRTLQRKYVGGPTRTINGPSG
IDGHSLSCVQGSAADPLAVLALPDCTVEIADCSICLEQDGHGNVVSSLPCGHDFHRTCIRRWLQSSTQCPECRAELPDTV
GAADNVPVLSLENTWTSNQVLENRVSRWNVVSLKQKKTTGSTGLAPTVWFMDCDGDMVKRVKNRRGKKKLVRVPFDEWVN
DHELAAITVRVFDDTDRFPCVSKGQFDKSYDDVATPMRVLTLFVRDGIVYKQTANVTVSAHAFSDTLFFSIFSKIL*   
>Sarc_SARC_06198                                                                
MDAITPTDFMDKRLHVKSLSSQDSTLIKLKYSNLLEPKLHSEGQSFCSLSDYEITTCLWKTLRTQKELMEPGIRRVMQRR
YKYIRTNLHQGKVPAPTKCMSLFIDEKDKSVEEHLFTELQPTCTGDTVVDFHRFADGLTGNGDMCDVCFDELTVGCEIFA
MPCRHFVHKRCGMAWFTIPGNERICPCCRQKTPVRYKSYLRYSHVFLQKRMDEWVVSGMCERCQQCYHEASPMVAITGPD
GTAEMVSQAELEAYGMSV*                                                             
>Sarc_SARC_06716                                                                
MPELSEMHDSTTTAANVWDTEAIITEIAALRVREDAAGAAAHAAGIADATLMVRSLRGMVAADAQTVQRLPEIEDPDLTV
RTVCLDDENVDTTRLRLPCGHVFHPGCVKQWFTVANSCPLCKARLPAAAVLLTPVVDENNLQIDLIPTGIDNWYML*   
>Sarc_SARC_06804                                                                
MARNYSATVEAPRCHPQHCTAEPTARGQPAPVWSDSPLGGTAMYACPISLASLHSNPYQRVRAQDISNEPCMVCLEDLAP
TRMPHEPDTTTSASDRSSIDVDGDQERARVCVALKACAHQYHEGCLAAALANSMACAICRAPVAQGMRGTQPSGTMQYKM
YPFSAGMQQQYHPSPGVKHQGARRIAYLPDNRDRKMLLNRLLYAFEHGLTFTVGTSYTSGQPNQVTWGTNQTRYAFD*  
>Sarc_SARC_06939                                                                
MANSCPLCKTVIEPAERADEASSEVCDLLDLVPVGTVAQIRVLSDLEADRPRILFVDCEGMVNEMEHASRTTTTTSIQHV
GRFPTCLQNNSTKYAAVRVFANPDCESLMRMLLGGFFHTEEPTSQSGFLYAPKLDKFVKVSTETFALVLANLVIKPQNGF
GITVCNRTSVWLLQMFCMLNTDYAVGDRVIPLMLHLELKVYGDSALSDPSKMTPGDQCLLAEFEATIKTYWFHLQSSSTP
PNRDLDPADILAVYRLPRVPFSPDLDCTICHDHALDEHSGVTLECSHTFHRVCALKWLAKEKSCPRCKTIVERTDSPETT
TTACNLLDLVPRGTLAQIRVFSEADIESKEVVKPRILFVDREGDVMEMVHASRTTVGFLRPLGRFPTCLQNNSTKYAAVR
VFANPEYENLMRMLLGEFTHTEEPTIQFGFTFSTETDRFMKISSETFVKCQCVPIEPFTTYI*                 
>Sarc_SARC_07141                                                                
MCLFHWVYTCCCESEDERNFEARNSARHRYRRHNHERSGLLRHHGENAGHAHQQTQPDAHMETIGQGRNYLSGRELGQFQ
DATLTEAQLMRNVQLLCMREPLLQNQTKWGSISHISGSEPATELECAICLEPYQKNDVIQYLPCFHYFHADCIDNWFSKS
LTCPLCLIELSPSMMLNPNIPS*                                                         
>Sarc_SARC_07367                                                                
MSVNDQLNNDSRELSPGDTATNYEVQSCSICFDSISDDNSCFVDACCHNFCLSCILRWTKHIKQTCPLCQIEITHVLSYY
QLDGSFGADLVRNCIHLMVQVRWLELDFECGAEDALEVRKLEDERINVEEDLYGVYQWDDYDEEFDMNNFAPGHGKSGRR
RKSEAGCVSVEPFRGNNHRRRSDNWNKNKVAPAANSNAASVPPKLGRRAMRALQRKLADAAAV*                
>Sarc_SARC_07603                                                                
MAGASAVVVGNLRVSEVVIMHDTRTVHIPAVSVSRSVAVQMEISASQSQDILISIGPQLTMVNFVLSEILHDAGVFLMFL
LTLTTAIAVVYYFRRRRFLRALAQRVWAKRARVAAAVDRLPLVVYNAEVGGFLPTNATNNMNLAPNVGQHSYTNQNTHST
SSDESSQSISRAGSLCCACHQKLSSTHFTASSRTSASNLHSTSEFCCEKKAQKLLMPSAGGHTGAPNASISVDAPATDTS
GSTSAQDTGNTDSVYSTYGLPYDHPEACAICLDDFTGGDPQRALPCRHGTHFHRSCIDPWLTLHQTCPLCKTNFLNGSAV
GKGKGRDGVNVDDREEFYRSQQDAEEGTATAGRSVSTGNHGNSANRFVSGLRGVLRNVGVSLGASRTDSERGMNGYSEGG
EQEEDGDDDLDAEVSWEQLQQIEAFTADQVPNSGQLLTGNRYALVLVDPRTLEFDI*                       
>Sarc_SARC_07659                                                                
MDSSHVANRGGTTPTKPAPKSTPTDAAEITPELVSFGNPTILGSEFLVTNDNTSVDSVLAGCGGESESGDKSMQNVRAHL
IRHYDEGQSEPTLGEGVRGLDGTSGVEGSEYVHTDPLNSNNKTQRSVNEGRHRTQGARKRTLSIDKARSDSQQSGPVFNN
THNPHEEEEPYASRKKAHKQLKVKNKPDSHPVTSNYLDRGLRPIGDDRKPGHTTDMHALDGMGGMSPKGLGACKYELSHG
SATHSFQDLPSGSICDGAASGGEDNANGANDDNGGKLLNCSNLKWDSREEDNLDYSDVYDTNMSFLIPETFISLQQPLSS
LPSSQVRGNSLCDPSQPSLRTLPTRDSAHSQSSVHTQVMASEDGSEEKNSEAEMCATYPSESFTENPRVGEPAANQYDTT
ERNLQRRQTQTQTQTQTQTQTQKQIHTGATARIQGKGKGLTLQQKVVPSNTSVGIDSSDLAQDGRVAVECYNHNAIISEK
LHHTGDQGHFEEDNTHGTSQANRHTNEGKGVPHGVKDSGVVNDDGVNSDYKKIGTPTGRRINGIDTGLTDSSPQSTVGVG
EESGAPAPGQSRVRGCQGDCDDCSLSGKVCLASHDTQALEVARDELPGNKREVTASCTAAHADIGVSLLSEKSSDARGGP
RSEAMVSSLPPMQEVRVAQAMMAKIQHAITCSICLSLLQAPMKTPCNHRFCKFCIATHLNNQASCPLCKGPVTKRSLAED
NEMLSLIRNSKRLARAIETDTDGCDTLDIAEPQWCGTQDVSQEKNNIIV*                              
>Sarc_SARC_07660                                                                
MARTIQVRTSARISSRSSARLAADPSADGASSSETPAPKAVVNASKAKKGPTKVVNKVSVVSSDDEEIFMSDVAVTSGEE
SEEWNPEQDKNDRKVRRSIRNRGAASSIAAASSESEDYSDVASEDLSSDDSFKNSRKRVRSKSTSARTSVKVEVAIANEG
TGNSETQAKLEQEMLRTALKKQFEGLVAVSLASGNTVSRVKSENDVEAAKSVGELSDVEVEEVVVSEREVSTKEIVTKGR
KRFRKVKIDSEEDEEQVDAKGKGIKGKKNTRAKKPKVKKLTRDEKIHKLHPEVQGVWEGSEIDARVNFLSETNKVKRTLI
EGGPKKAAQPEHLKLTLLPFQTEGVAWMIDQEKTEFHGGILADEMGMGKTIQTIALLLSDFEQGHTSLIICPTVALMQWR
NEVLKHVKDEALKVCVFHGSGRTTNHKDLLKYNVVLSTYSVLESEYRRETKGMGKELKRSPSTLHKIHWHRIILDEAHNI
KDRSSSSARAALSLNSSAKWSLSGTPLQNRVGELYSLIRFMRTFPYSYYFCSKCECKSLFWKFTDYKHCDTCGCSPMSHF
CWWNKEILRPIQKYGNYGPGRVGFVKLGALLEKIMLRRTKLEKADDLGLPPRIVVRKKVWFNEEELDFYKALYSQSRTKF
LTYVSEGVLLNNYAHIFDLLMKMRQAANHPYLVLYGRGRISAGDAQDVCGVCQEDAEDPIRAKCKHVFCREDIKMYLQSS



IDGQVPQCPVCFVPLSIDLSQPTISQSSAARAAASQQRQSILNRMDIGGWKSSSKVEALIEQLALLREKEGTTIKTIVFS
QYVSFLDIIEWRLLRSGFRCVKLDGRMSPEQRAAVIDAFMTNHTVTIFLVSLKAGGVALNLTEASRVIMCDPWWNPAVEN
QAMDRIHRLGQTRPIEVIRLYVENSIESRIIALQEKKHLLFESTIGMDPASLNRLSEEDLGFLFQL*             
>Sarc_SARC_08936                                                                
IQEGEVCPICLEQERAEDCLRQLPCKHEYHTACIDQWLAQSTNCPTCKYDLLSHTDPATTKGAGTNSNASVANNTPASSS
VLLIASS*                                                                        
>Sarc_SARC_09126                                                                
MIIPFLASILAAPFCVTATHSLADVHISSPEAPLGHVSGIYIPSTPQNSVRNERLIAGTFTNDCEIELSSKDLNSTWVLF
VEYSDNCSIEKALSTEAAGFIFISSLTASEGNIYGSAVPSVLISSSSGKELSEAINRTAQPLFATFLEFSKPLKIMTPSH
VSKTLFDIGIVLGVVLFLSVLLALTIWTRKKRRNAIVAAVVDSEKRQERKTADALKALPIIEYKYKPQKDQMIARRTSPP
YKQIPGKVYVHPRQSTCIDVDSTVPKDKIEEEEADCCAICYDDFANGDTQRQLPCDHSRMFHLGCVDKWLLLNRKCPICK
MNFMYPSGVGRYKKATNTDGTEIDIESGIQTSLR*                                             
>Sarc_SARC_09214                                                                
MLSALWNMRLYCIGSTLVTVAVIANAHTYHDYQYFPTAVRLINHTATVMLLCNQAFVVGIVCTYITTCMLFGSIRPVEAA
MLYEMAWFGVTEACLAISVFREEFAPMFVAMLIILHIVQLSHALLSTRLLYMEQVPNPGRLYHIRICAVLSLLAVLDCGM
IAYAIHSSLEHGPSAQFMFGFEYLLLTTSVLYSMAKYTLNLCERYNITSTHDRQVYLFYLGLCMDFVRMLIFTCFFSVIM
SFYGLPLHIIRGLYISSKSFTQRLAEMLRFREATNNMNIRYPAATQQELEAADHTCVICREIMDTAKRLPCGHIFHIHCL
RSWLQRQQICPICRSPVLESERIRLNLPHHVQLNGIPHVTAQPQDVPHLAPQTNQGPYDRSSMGSTPLQGVTRELLPASL
PPAGVFNVAQVPLFDGAPPVAPTSMTDLTHMFSQPQPSYNCENMSLEEIWTVVIAEEARFRARFRAIRAIQSDIDRVIQR
HAAMHHLFVHPPPLPSKFFKASAPKDAVADQSAHGTAGGADGLRHRMPQSRSNDKGKEKKAA*                 
>Sarc_SARC_09456                                                                
MLAGDYRTCKACAQVLSCDRFSAGQLSKNADECVTCKTCVKFAVWLQFDSDDSDNSADLHLNVQANTPRSVGSVAVRMKD
NIRRSAGNIDTRVVGKSTRTTSTRHTCRACARSLPSFRFSKARFPENAGAIKYKACVLNEVWGEKNNGSVDSSGADNVIS
SNCSSGSNSDVYTHGLMTCIACHTIRRHDEYSATQWELGKGVAKCKDCVLNGMSLQVDKDTEGVQCGNFLLMCSSFYMSL
DGFQYYDLEERYKGRFARCKACVGATLGQRLGKDTHTYVCSVCNKNTTTQDTHVYREWQAASELANERLMYCSVCRSDKG
PVDFSHHQWVLGINGAAKCLDCVRGTSRWGSTVPMVQTQDTSAGIVADTILPAEPCIRYRTANALNLAPVESQLSHAEMV
ASDLSHAEVGVISGGSSSQPPSSPDSSGQGIGNNSINGLQTSTVSICHPGPLVLDRSHADMSVNFGTACVQSTLADRVSK
PVPDSTQAVAADNIGNSGVQKGATRVSHTQPGVSDKWRPELSVYAGALGVKRALDDYTGKPSTDSTRKFIEKDNGSSVVQ
SGVSVESFPSTSASKPQQASGSADHRKISSVVDITDDVGFRHIAVDSNKDESGDKEVFYTPAYAALQTPTINKQPDSVKI
SPVDGNDPRHAVMINGPALQPNVVKISQVNGNDPRHTAGMNEPVLSPRAEDMLEVLSVYQDALEGENDHDSSYIEEFGMG
GKVFLGINMENRSINSAVEPTSARLVSHMETEAAPETHIIEIPDLQESGSKKKSQSLLFLPVLGALRRYIVSKSPTESHS
NSSQYDNKVDSTPHTNAEEEIQSDQSHKYQIRKSTTNCLKVPTDSARWGASISPAAVLQSTHTAGGVHQKDHYKSSGSSS
SSASTLTDSAELNLNTHIRRWAASVSSSKTELESSESQVDRDKRDCPGTNSTITISEQKRSEMKARSNTRHLDKFAIEVE
TLDNGVRQIHTGQTGGETSIVHRPTVERIPDHSSPHTSSNSPTSLSRVLDTQITDTSTRTARPTARRNQTSQTLGGSHST
VGVRQTSSDQRRTRSSGIGSNTNDPGNVPGALNGPYTVMASQTAQPMSSQIRKKPLPRTADTGENGDHSSGGIPNLPTVV
DIPNTETFTQPTRRSRWRPTSEEVPSSVKYRYAKREQDVAHRSGLSSNPDDAESASGVLGTQITDISSRTTQRTIPQTTR
RETGSGLPSSVSASQGTTYSRTRQAPIPHTPCIACGSTAEQAANPSGIALCAFCRAINEAGIHSPSQLRHRMNSIDEIRL
VGSPPHRPRLTSRDVILLNRDTSYPSDSDRECAKCHVSVPDIELISSDECALCRFDTRSSTPLSRNLANEPMRNCQACDE
ALREFYYSDGHAECDLCRAIGPPGDYRIQSEAMERFEEEMMPSSGVLDPSAARALYDLISPPPRGYVRDKHLVLKRIPGD
WSESSDVDTECAVCLEVILAASCQKPDEGGRKLVCGHVFHDLCVRNMLLLAPNDNCPVCRHSLK*               
>Sarc_SARC_12141                                                                
MPELNGVPDSTTPDEYVWDTEVMMAEIAALRIRAEAADAVFATRRIQESAAGAAAQAAAIADATLIVRSRRGMVAADTQT
VQRLPEIEDPELTVCAVCLDDENMDTTRLRLPCGHLFHPGCVKQWFTVSNSCPLCKTCLPAAAVLPTPVVDENNLQIDLI
PTGIDNWYLL*                                                                     
>Sarc_SARC_12247                                                                
MSSHPCPPFLPLPLPRAQLLPTWPRCILNEAVADFIIAQTVDGADAPSLGLPLLTDTNITLPSSVCKYEDLMARTMALLG
CEHLPTQLAVYLLLDRQVETDLATLHTHQLETLMSSQDDLSVVEEVDTSNPIAPRQALLDFLQTHSPIATSHSRSTTPSN
APTPPETQGSPRTQPGTDRKGGDVRDLLKSVSSRHLTSPPPETQGSPRTQPGTDRKGGDVRDLLKSVSSRHLTSPPPETV
GSRRGTTPTPGTKASAHAHTHTQLQGYTATPQASPWTSAGGSYLLGWLLMLRYVDSASPAVRVGYAEALRVSGEVTTLLN
AVAELLPYHVTRNANAIATHAAKLRDFDVCNLRRSDRGSAKINRTYGTAPDKTQSTHTHHTHHTHAQHTHTPSPQPQPQP
THTNATDGASVNGHSSSSGGVGSSSSIETSEVEGISLLAAHVYYQTLLHLPALARLWYNDLSRGARDRVDRYSQTVVSPM
LIAQEISAAANASSSHLDLTLKASTVTKEVTAYYNLDEIALEVVIRLPANYPLGMVSVDSPSDMGIKSYRRWMLQMTTFL
SSQNGSILDAVEMWKTNIDKRYDGVEECTVCYSVIHGSNYQLPKLRCRTCRKKFHSKCLYQWFQSSGGSTCPMCRSSFS*
>Sarc_SARC_13057                                                                
RLVFVPRGQNGQRVTQVPVVSHFNPSDVIDNMNYEELMQRFPPQVGRAANRWLIHALPTETLSKAAIAKLEEGSQNCCIC
LEDFKAGEKMKRLPCLHTYHDHCIDEWLSRRGTCPVCKHALE*                                     
>Sarc_SARC_14395                                                                
MSTNMNFKPAPGGSVSRKPSALSRESTSSVVTCPICWEDLVMEKRALFTTDCGHKFHFSCIQVNFVGGNLLCPMCRAHFK
EPPVILQDRTMNAKWYWNDISRERAEALLLQDGTDGCFLVRESTSMPGKY                              
>Sarc_SARC_14993                                                                
MSGHDARANPNTLHGHEECFCGDRGAAMTLGMIREHCMFGRKWNILSMLLRKRANWLCNWTLMDMLMKATSSTEDGPDME
TIRLMSTSIAELAVGAVAFPMTVFVLSDIVSKFSANFQLNDFDALLLMLGYGRNAGGRGMDRVEATIYELKLSAIMVGVH



EMSDWHDEVPDVSTDPLVVEKLPRAALVSTCTVCKDDADTSGTSMPCGHIFHTTCIRAWLTRANTYPLCRAELPASEIQW
DSVVNFD*                                                                        
>Sarc_SARC_15772                                                                
YDQGVATAVQNQSSTTTARQNINKGSSRTNGNLGNRSTGNYGNGGGRGRGPGFGNRGNASPLVNPANTQLATRLAQELTD
QSYECTVCYDTVGRKAKVYSCETCYMVFHLSCISQWAKANAKNNSA                                  
>Sarc_SARC_16141                                                                
YYSDTGIPKKYLSDNVCAVCGDDFMPQSDDQLILECNHKVHHNCIKGWMIVGKKQTCPYCKEKIDLRKIAPSPWLSQDVA
FGALLDGLRYLVAWQPLIILTAQSLITMFHLH*                                               
>Sarc_SARC_16349                                                                
MVLLQFMDQELADEFYTVYNNTRFSFLEEAVCHVVYVQKITNAKSSEMDLKLRFGITELPSCAVCLERIDEGVSGILTTL
CNHTFHCECMKSWRD                                                                 
>Sarc_SARC_16491                                                                
MSGHDVRANPNTLHGHEECFCGDRGAAMTLGMIREHCMFGLKWNILSMLLRKRANWLCNWTLMDMLMKATLSTEDGPDME
TIRLMSTSIAELAVGAVAFPMTVFVLSDIVSKFSANFQLNDFDALLLMLGYVRNVGGRGMDRVEATIYELKLSAIMVGVH
EMSDWHDEVPDVSTDPLVVEKLPRAALVSTCTVCKDDADTSGTSMPCGHIFHTTCIRAWLTRANTCPLCRAELPASEIQW
DSVVNFD*                                                                        
>Cfra_g123                                                                      
MHLTQIILNALGASYLKTLANDVHVVRGEFDQGSEYPDEKVVSIGLFKVGICNGYQIIPWGDQESLAAVQRKLDVDILIT
GHTHEFGTREREGKLFVNPGSATGAYTVLQEEVTPSFVLMDVQGTSVVLFVYSVQADGEEHPQGGREREKEEQDVECTSS
SQPALSHEEGSSISSNHSNPLLVACEHIRPILNNSVTPIATDLTDSSNYSSHYQLDGSDVRTTPSLVEKGSSAFETINLV
QPESPYKRSRLSLSEPHSHSHVTVLGLSTVQRTVPSLEASITTESNSPSKSKTSAPLFESLQQFRRDSSTSGTRKNSVGY
TRRLSRRSTSTLHRPRGTILSTFGGTAIDIDGSEGASTGQHEHEQSLLSNVNSRAISSQNSYSDFQTPTKGAAQSVDDKN
DKSLPTHFDPEYITCSICMEYWTGSGEHRLVVTKCGHLFGQKCIEKWLRKDDKKKDGKPGQGSCPSCGTMSNARDLRVVF
APHLISAVDITNVDAMKDKEAQLVEEKKARDKELALVKMKLNQVMSALNSLKAENEILRSREFKNIDRNRPNLSTTTPSN
ESVLAETPHMEPTNLMYDSPSKGTHSLIEIIQDESSVINIDSNDSPRTRVCESIGVDSMPSPRDNIGDSNVYTHTPSLPT
IRGSYKYKLSSIVSADSKAVVLQYSQNKKLFAISNEASAEYSRFCTAKYGFVTTNLEDDMRAKVSIPVHDKIVKDIKFSR
TGDVILTASRDKTAKLVSVDMKKVVRTFEMPLDAWSCAWSELDPNYFYIGLMQGKVRTYDIRAPKEHVNEITALHERPVT
SIIELPPVRSLDYSSVDQGAEIGHGYSGLLVGTLTGVSFMEKVSSNVYNPIALPIPEGRLLWSTAAPNSRKCVATVRPNS
GSAQSRVEHVLFDMDADRGKIDVTMYGGPVANCMPRGTMFQAPGSDPSAEDFFYAIPDERSKAVQVWDVRRKVLRQAIDC
NRASRDVKSARDVRHLREKGNEFVAILTSSTLSVHQWSGSG                                       
>Cfra_g741                                                                      
MSDTGGSNRAYENEKPVGTGVDRTVNEKQIPITTCISSTSISRKNTTAHQNSIGGGDLECTWGTEASTKPASGTTEESSE
TNQTRSTSETWANHCMNGLSCSNRDCTLSHPRPRCRYRERCRRDDCYFWHPERQLSLELFDELIEPVSLHDTDDILQMSR
EFAAMSFFSGNISDFDELFYDNDMYSSHDYDPDENGIPFFVPHVHQYHHNDNGAVDQCSRLTAMEMNTLPTEIAKTDCSI
CLGGSTTKYKCTLPCAHAFHRGCVRTWLSEHDSCPECRTSVKNQLEEVKCGEYEPVALTWQDVLQIVGNRHARVSLRIHV
SNTSSAPVNYSTFEPISLCATGWIEPDKPRLFRGLVYEDLVGVYYNWDNLTSYWFDGHVEIMKKHFKIILGRIMPERLFS
LEFSDTIEYRIRIFDSEDAVTVNYENTEDDLWFRDMDTELLAVYKTPKGLFRMSARSAGGDDQIEPNVAYI         
>Cfra_g1376                                                                     
MPYEKMISGYDMNASKQISDNRIACQSVYIVTFILPEGSLHTPVCKDSMATMRRSVLIPVFSLFLSSSLCVTSQELANVI
IANSTGNVGKFHGIYLPNSNKDIVTKARLFAGVMTYDCHLPVPAGINQLKKNGETWALFVTENSNCSIQQALGSTKNSNA
EGIILSGSLSTSYDAQVGVNLRPGVQVSSRSGDELLSLLQNSRAPLHVSFVIVSGIMVTTRSANLSKKLFDVGIIFVVLL
VLIALLMLTVYTRRRRARVLAAAVELSEKTFEKVTAESLKRLPIKEYKKGSPGCKRDRIRVSTITQRDIQSTEKLECIAQ
TAHNVCIDVTEEDENTEDNCAICYDEFINMDKQRVLPCDHGDMFHLACIDRWLVQNRTCPICKTNFMYPFGYRGVMKITG
TPDEAVTGCETEVLQTTPV                                                             
>Cfra_g1406                                                                     
MSHTEDIGVAITNLTNQVVDTVNATLNSLNDTMMVGNQTYNITNFSAEQIRRLKVKQEVLAFRQEHKGHDAMHAEMFFII
MAVTIGAQLLLMVWKKHSEPTYKRYTLLAMWIVPFWFSWKNNLEQMLTMWSIFSVITGWVTFKATRKPLHSRTPKLVYNY
FLLMYKICYAVGLIGYILFMLIVFGGGAALARDIKTRRWVVECVTTMLFYGLYYGCLLRDFAEICAESMGNSIGYYSDTG
IPKKYLSDSVCAVCGDDFTTGDEQLMLECNHKVHHNCIRGWAIVGKKSTCPYCKEKVDLRKIAPSPWLSQDVAFGTLLDG
LRYLVAWQPLIVLTAQSLISVFNLH                                                       
>Cfra_g1567                                                                     
MSISFTFVEKSDLKCAICFDTPTFVCDIRCCGNIFCSRCVRSWVKTHRACPVCTTDAEDADVNASYYLRRRINRLEVSCD
VCGKRGILEDIQLDHTPAECHEQVGNRRLVATYNGRVFHHQSPTPLSDVNDTETNSESLGFASPAACSQDFSVTPLLTYT
SRLPPPSYEVAVSQSEHNFTTEVERPFPIQEEMSRASSAAGTCSAGDNVHYALTTVSSISFLFDSLQSIWSNLKTVFMVN
RPTMQATYISAVAWHKDIVARDVQRIRECEAKARARASGINVAFDSPSETSTIPQCKCKCGSSCTPSRCHSWSTKHQEKF
TNRIDKWMKKVEDKMLEAEIKLERMELGRTERQGKCIETRERFKEKREKWMRKMSTKTDVGEAKIECKLLQRHREQWCKP
KLQIIDIHQL                                                                      
>Cfra_g2209                                                                     
MEQTPVLGRMFHVRLISLLALLAGVDMTCVVYAAFELYSKGPSMQLLFGFEFTILATSVISITLKYMLNCIEVLSEVPWE
RKSMYIFYVELCMAPVFMAYYKHFYLDFIRIVVYLCFFGIVMNFYGLPLHIIRDLYLTFKSFTKRVRDMVQYHQATSNMN
ERYPDATPEELAAIDNTCIICREDMETNAKKLPCGHIFHLACLRSWLERQRTCPTCRRPVLESQYAVAARRALATAGANE
GIQPQPPQQHGPPEHLAQPEPAAPVSTHARIPAQSPTPTYTHHSPSSQSNVLPHWPDSQIRESTHAPPQKPTHPPGSQAD



SAPAEGNPTTATAHRRGIYRGVGGMDSCSSPPNVPGNISFGGTIMPKGPFTAQQYEHERTRMINRLSMLQNMHSGLDAVM
DQMVSYTLHSAPGTAPGQAPSPVSATAAIPKDTDIYTNSPTGPPTSTIATGFLSSPTIAQANIQTIPPESDSRGDSLDAN
TTTIPTPTHGVRMPALSLPSKMHTSTYTNTDAANSHANLQTCTSEEAHDDAEVAARTWNTNSSNNI              
>Cfra_g2293                                                                     
MRLQIVAPVLTALFCCISQGTTSQRIAEVFVSAPPHTYHFRGIYGLFGPEVSLSTAYLYESPIPDACTPITFVPPKGQEN
EPFVLFAMRGGDCTYSMKAQNCKNAGASGVIIGNYNLNQIMFMAGNDTVDIPSVSVTGQTVLAVSTMLRKGDVTVTITVG
PDLLSLQHGFVIMMINTLAILFAFGLSMGCFSLFMRYKRIALEHARLQEAEEVKRLAKEKIEAIVNALEVSVYKKTMPGA
DLEAGIMQDDEEEADCCAICLEEMEDEDEIRLLPLCVHGTNFHLVCLDQWLMDVQSCPMCKAKLNEEESECESEEAEEAE
EAEAESTEIDPTTDNAPTDCLLLTRRGSDGDSEDDDGVGHVMGSHALSSTIDGGVEGSDSDEEDSVGHVGSSHFASMSDR
LDLVASVDMNTSVDMDIDPKKDGDVDEVEMHKRTTVVA                                          
>Cfra_g2307                                                                     
MSTQVEADVVPNSEDAVTSETVQSQRGQLVQERTVSLLSKDSQKSVVTCPICWEDLRLNQRALFTTDCGHRFHFSCIQVN
YVGGNLLCPMCRATFVEPPVILQDRTMNEKWFWNDISRERAEALLLSDGSDGCFLVRESTSMPGKYCLSINKSGRVWHCR
IHSNNSGEYFLNNSHSFATIDTLITFYMTSYCLRSSSGMVVNLSRPVLKAGHTIQGSAATSSGRTSPSPTPAHTVTSSDM
NSTDTTYSNAASMLARTPIPSPTPPSTQCNKTRSVPHLAQNDEATYSRSNQSNPDVPHMGRSNQPTVQIPPPHVQEETFE
YTYLPDLRASEESFTLNPLRFYNRIAPSDQSSIRDLSQVREPLYNRANSANADGSYIERTSGSKTTQSRSTGNLRVSEIA
QRAESIVERDGVERKRSQSHGCSSGQSYMSEETAQQSDEDMLYTYLNPQTQEAMLRHLQPKSQSQPKPQSQSQSQSQSQS
QSQSQSQPQSESQPQSQPRSQSQSQSQPQPQLQPQPQPQSQSQPQPQLQPQSHPRPQPQPQPQPPPPPAPQPQQQPQQPQ
PQPQPQPQPQPQPQSQSQSQPQHQPQPQPPAQPPAQPPAQPQSQPPAQQPAQLQPQSQPQPSAQPRPQPQSQPQPQPHPG
NASGISEALTAMDFVLNTSRSSMQNSSVEDVLTSSTTGQFRPQQAKTPQQAKTPPQRIPQHTRPHVSHITPQGAHTHPHA
QEDTKLLGGTTNLNRTMSQSNPNLNEARRTIAQARHGQMVLSEDEEWHRQESITDIVPARSIASLSPRGNDQSSGGGGRG
APRTHHSQPQPHLYAQGRKALESLPNDAAGRPRHTLPRRRNDDNYDDSMSRVSSRLHSSVMSSSLASPPLQVQQSNRHSY
NPQFKYNSPPPHTAREHCPSQRDTYQLQHRTTQPRQCTSNEQPTSPLQPPKLHRNMMIRKPVPDLSYQNIPNVTRDDPDP
NGPPTRLPPTYRSVPTPGTPHNAHKHNHDVSSRVCQTSSEVSLRHPSDVFSASAPNSFVPHSHGSRPPSRLEKAEKPPQR
ADNLCSTGRRDEDTTVRASGSVGIGRRSQSGDDLTATRSHSGTCNHTPAVNYCSNSSEYLPMNGERRTPAPAIAKGSIGV
EDEKLPHTFTTIPETSTTPKSESQSRVFGSPTRPGSPKKGPLLSYSAFNEVPVTATRSMPLMMDTNGKSIEKGVNKAGSL
NRGVKKTCGGIYPMNMLNTQSGQHEIMSDESSRLATENVAVVKEKKWKMRLAGSVKNLFNSNSIAKHSTDASEDCREKLH
LPANGLPVSARSMDTCSPTDRSSNYASTTHPSSRMEL                                           
>Cfra_g2651                                                                     
MPRCTRSSSRVSKSNNHTSSGNIAERSTKKYKRASKKVDLPSDFESPSEESNGEESEEWTPTIDERTVRPMRNQRRRQNS
FESSDSWTDGEIASGTNKIKKKICSTASLKKSIESTSEQDVVKKLSGKRLPKKNDSIDSSSNEAKYTTGCELQDMNVCNV
NENMGTVTKCENVDDDSQQSAEDSDYTPLTDLLSSRRRIKNSATVVDMTESENEEAEKKPKRKRARAKKKPKKLTRNERI
NLLHPDVQGVWDGSDINGRVDFLSENNKVRKTIVDGGPNKSEQPHLLKLKLLPFQLEGVAWLISQEKTEFHGGILADEMG
MGKTIQTIALLLSDVSPDKQNLIICPTVALLQWRNEIVNHVKDNGLSVCVFHGPNRSDSHKNLLAYNVVLSTYSVLESEY
RRETKGMSRQGEMVKKASTLHQVQWHRIILDEAHNIKDRTSSSARAALSLNSTAKWSLSGTPLQNRVGELYSLIRFMRTY
PYSYYFCHFCWWNKEILKPIQKYGNYGEGRVGFVKLGALLEKIMLRRTKLERADDLGLPPRIVNRVKVWFNEHELDFYEA
LYSQSRTKFLTYVQEGVLLNNYAHIFDLLMKMRQAANHPYLVLYGRGRAAAGDTQDVCGVCQEDAEDAIRAKCKHVFCRE
DIRMYLNSAIDGQEHPQCPVCFVPLSIDLNQPTISTIKSSIVSSKQRQSILNRMDIGGWHSSSKIEALIEQLALLREKDG
TTIKTIVFSQYVSFLDIIEWRLLRSGYRCVKLDGRGVALNLTEASRVIMCDPWWNPAVENQAMDRIHRLGQTRPIEVIRL
YVENSIESRIIALQEKKRLLFESTIGMDPASLNRLTEEDLGFLFQL                                  
>Cfra_g3290                                                                     
MIGTSLPLYTALSVGVTAVGISYALNKAEPWHDESSVVLYLLKAIISEKLCVLMLVNMTYVVLLWVAKLVQYVFFGELRP
VESQQMYDRLLNYLMFKIMFVGAILEPDMKELVVWTTWFSILGFLRVFSMLARDRYEYVTASPTTPISVHGRLLLLLVAI
QSLNMAWLGLCVYIFVDAGVSALLLLTFECVTLFLDTLQTIIKYSIHLYDLRHEGVWESRSSLIYHTEIITDLLVHIATL
LHYMHVITLHGVSFTLIDAVLFLNVRTEFKQFRKRLRGYQNYLIANRILNTKYPDVKPEEIKAYDDQCAICRDEMMNAKK
LPCGHMYHASCLRSWLEHHGSCPTCRLSLLDVATTPTNVSAGNVTNVNVDDAAPGIGTGVSVRHVHSPNVSNVSGHSYSD
GGTSTIDRLDDISALSSTNVVLGSGSAGSSHRTGIFQRRGQRESEENVNWSSHGSNIAGNGTPSRDVGIDVGGRRASGSL
PLPRLQDVSDAFSRLPPLTFSQTVTAQVHNNTHQRVAVDSAGSARRTDSVSSFSGTTNSSITQLAETGTQHNGRNTNIRN
ADGGASDGTGSXIFPQANRRAVVADLYASGSVMQTTNNVLSWPVEDDTLEFPVSPQTQQQRVPYHIDSGDGTSEERHIAQ
SSTSNVTTAQQTVACDLSENSASTEIPEERRVDSPISSTGSRDTNNGVSSSCTQSANKRCIKHSNTNRREYPESCHSHRG
VHERVLSKDKCGLMYPDSELAKHVYSAQTSSFDRLGNPSSYHSLYKLEKKNTVDRSRRRYCERMYTIEKKGDAAASKNSC
CSTCSAQEPLKQTLTSSISTPISIADNQPSINQQVEPLSRERIREQAFLAAETRREQYTSHTD                 
>Cfra_g3344                                                                     
PLEAELMYELAWFSVTEGCLAISVFREEFTPLFAGMLIVLHVMNLAHALLAARVVYMEQTPTPGRFFHVRVVTTLVLLFV
IDAAFIAYAINSSLERGPSAQFMFGFEYLLLSTSALLSMARYALNLCESHNITSSEDRQVYLFYLGLCIDFVRMLVYTCF
FSVIMSFYGLPLHIIRGLYISSKSFTKRMSEMLRFREATNNMNERYPDAAANELAAADFTCVICRENMESAKRLPCGHIF
HMHCLRSWLQRQQICPICRSPVLESERRRLHLPHQIYLNAHAHAHVQTHTNAQPHTLAHPNEGVDTTFTQQNTAGVSSTS
HTLPLQNPLIPTFGLMHERTSIADLGQIFQQPQPTYNCQNMTLEEIWTVVVAEEARFRARFQAIRSLQSDLDSVIQRHCT
SHRMLVHPPPLPANFFKKAVSESGRAETTSLDAGVSVSNNSNLENVETVIIMGNMFGSLFKGLFGKKEMRILMVGLDAAG
KTTILYKLKLGEIVTTIPTIGFNVETVEYKNISFTVWDVGGQDKIRPLWRHYFQNTQGLIFVIDSNDRDRVGEAREELLR
MLAEDELRDAVLLVFANKQDLPNAMNAAEITDKLGLHSLRNRNWYIQATCATSGDGLYEGLDWLAQQLKNVAMDEEEPSR
DSGTVKSLLSVPDEILLHILTLCHTLRCRVELSLTCKLLRRVYLHTGTFTGVVVSMKTPTAEANEQMNIVTRLIVNSPKE



NLPPRTMRYWRRYGLQELNSNFRQLKHITLSGTPWNGLDQMNLLMENLTEICLENCYNLRNIDALSFGSKCIIKFSIINC
HQITSLAPLTTLTRMRSLEMGSFPMLDITAQVQQVHMLSELRNLDSLALRDDGQTFFRTDLAPLSLLTTLTSLSLHKIEL
LNYYCIHLQDMTNLVTMELSDDIQGAPDNVVTSILFDLSLLARLTQLKQIHIHNCWVNNLTCLSTLTALETYDISSTAIT
DKTPYPVVQTPRIASLDSTIADPQSSARRNIPSLDSTYGSIDLDQLSTTHPPTLSESVIDADSLMTLRSLRLRSGEMANT
ALQSAIQSNTMLTSLDMRYIEKSMEAEIPRLAHKRMVYLDGYIHDAISRARSLTHLTLHSPAGCNNDVLNAICGLQNLMK
LSTTINPSVTCLSSLKDLRRLRTLRLDIASIVCKIRSTSIESCTSTAKSRTPLTNVSYIRGDSQASVVRREGLDQVQQEF
INNHWGSTNGEEPWTVNGFRHMLLTAIVPAPSEANSHWYRMTDWVPYMSLWRCSVLMKWVCVYELVEAIPSLAHLAVPIV
PTGVHDMRMCRSKLRYSLVLEDTSRDDCVFHDLLSKE                                           
>Cfra_g3801                                                                     
MVRKKQKPKYKGDARYVADDSKSRARAKKHAEFHEIPLDDLNLPLGGDWRNDISQEQSEAIERHVAVTECIVDMIYCSRF
KLRLSQQVICQMLAATHANVPDTRHEMSDEENVHIQESTNNEVERNITHIREETKIEEHADSVHIQAAENSEKWVEVMKN
KVNHFVHMRVVWCENERIPLMLVPSVCCHGGRCDNTVDGTTGHVNKCVHSTTQCGALFVDVAKEIHHIKATTSPAPSTGT
DDREDSSYTTTYAGLLLLNALKLVPQIPAFACFDAVDGNLEVCVYVTTHVSGLEYLASPARAQVQLTDIQSTLIPTQMHG
YKRAGCTTMTTTKSDIDTHKCMHTHPRIDMQTLESPRKRRKIENFKVRDQTSTVDAAVGLNVKLKLLRQIAFIRVLDDRF
LHTAINLYDKFPSLTHTSKSSTHSSSFLHSFFESIEPDLSVQPLAPQPDGLLVPLLPYQRQAVHWALTKEKPSDITQPYI
NSHDDSVLSNIQESTRARNHMSVEGTWVQLNRLPDLKKTVKCRLLLDMCTLAPTCTPTSASTATSCSESSILVLYADIAT
GSLRYNTVRPSNVGTSEPTLHHVPIAPNSHRSHTQRSTTDSNQGRESGLGGMGILADEMGLGKTMELIALILSNPRVLTP
ATIVDEDLQTDSYPHDSVSPNMNLDVNMDVDANTNAKHIVRTMNPQSTVSTRTMSHKVSWEPTECSSTITDVINSQVASN
SVECTPDSTTVNARGNVAGNVSVDVDVAGIVDVDVYKDVDTKDARIADKEPNSTGSTVNAKVSTGSHRTGCPTGLSSDTQ
MQIGLHEEPVLSVRTTLIVAPLTILYQWASEFESKTDQLRVLVYDGMKHSKNHLTPEEISTYDVVLTSYNVLASDVHYAR
DRNTRSRRFAAKYEAPRTVLVQIDWWRLCLDEAQMVESGACNPAEMVSRMRAVHRWAITGTPIGNKGIASMKGLLQFINH
PIVTSKGLFKRVVDAWNKSEKVAISRANGMNIQSGVEATKGLRCVLGDVMWRTSKRSVQNQLHLPPQHRKEYFLQLNEVE
TNVYRELAEEIRMTLDLSVPTTHSYTAQSSNTTDLHMRNTQPQITLTSFEQTQHDVPSSTPAHTMEHEVATTKSRHRIIS
RAYVQRDDARATQLSSMLLRLRQACVHPQMGVYGKGRYGAEYKTMREVLDVLKRQAETAYHSMIRRSVVCSVRVGMAWEF
KENYTNALLQYDTAKRWLVDGFQLLDAEYGIDPPVSYDALSVPHAPTTCNADENSNEIEVSCAGDEKANVKTGSEKGVPT
LPPTITNGSLTACTRKTEVFGPWVTGEWKHWTSLLHLVLFNQASVYYQIEDKIQHEFFFELAEKVRIRLMKSFEETVETD
VIRLREFEHKHKDVLINLEDKHKLGHVDARMFVAGHTLVEELNAVDVQLNCLLSHIAEVRASILDVLIEKTFTMINCIID
VGMDLQREFSNLLKKRKAILFGRTGYGEREVMGTVLNISSEVSDRCRANILFDIQDKFKGYSGPTLQSDAKYLRLLHEQL
VVSQKAQSVIHKVLTREVDEMSRLWNSRILFYKKLQELSDAVMVPAPPVDKDAELSHAETSVLLARAQVSRTGGRYRYLS
ALAQEEKRKEIGAQSHNRTNASVDVDKATRKGNAESADRENVISNGDEMHTYVKPVSTTDNTTHSSDTNSQLIARTQLSN
VCENKSNDTKDHAEMDANAGVETYAGPGKVIKRDCLICLSPLTGSVRVLPCGHMFCELCVVQWIARHRQCPFCKAETTVA
DLRAVVSQPNHNVYRGRVHTHSNNRVHDDNSVRKMGVDDKSLSGQVGGRVRGNQFPPLPDFLLSDNDQVRSGEFNAKVET
IVRYLKHLYITSPEVKSIVFSQWKESLKIIARALQANGIHYVDLQGTKSIAIRKFNSDPSITVFLLSGKQQASGLTLVRA
THCFLVEPLLDQAMEQQTINRIHRIGQTEPTTVHVFYTKNTIEMNIRDMVKNIYQKKKDERVNKDDDDETDLLDEVAHGS
DVRRLASDESASGPPLDQRLSDRPEALRDPSPPSSDLVTMYL                                      
>Cfra_g5655                                                                     
MPRLSQVRLFLYSCLGLAVQANQIDLDGKGITIGSPSHVRMYFANITASMADGSDLSSNVTQNMLGIYALGTQVKPLNGS
LVYNVNPRNGCSNYTSATANFSVPWTALVIAEGCDFVIKAQNALDAGASSIIIGNYTGASENVLIHMSVPGVNIIAVSIS
NKDFNTLSAVASGSVVLSQTVVDEEGYLSTVSIANYTVFMGVASIIALVLLVGIITAIYVHSVRRRSMSVNSETTEKTLR
AIRKEGLENLEEFSYRKPMKDDDPEDPDISFCGSCAVCIEDFVEDDKLRRLPCTHVFHRDCIDPWLIENSTCPYCKMDYI
TKTYPIFATTSENVQIARDTPVYVEIEDIGGVAARNVEETIINMNTLVQTTDTMNININDNTTMKEDGKSEHLMTGTGSG
TKSDVCNIDTRAQFDSHMTERQTNGEGGVLEREIDDEMSEKSVLEREIDDEMSEKSVLEKKTDERVREFESSRERERERE
>Cfra_g5733                                                                     
MMPNENMSSSSSSGLDNSPNKSSVSKEKDQCKNQLVGFDVELRSDSQANNIANIDSESDACAINIDEPSLDAMPDESSIS
AGPVVDVGRTATSSNLNTPPPQPLVRGSSLISLSTMVAGGNVETPASQVRSNANEHIRRNFFGKFLFYLDIVTWVVQNTA
IIVVLVLNWNENECDTPLRVWCLIYGIRNTLAMAAKIAKYMNPRSVKISRSCNILTSLFTPLYFLHVRMMRSLTFRLSAL
LEVTLLVIKKKTIRCKFRHGMYDKVDASCCICLNEYEDGVRLSTLPCKHHFHKKCVEAWLRINQSCPLCKRLLDPPGSTS
ELNTNIPSHVDTFGDSSTITRTDGPRGSNTPNSTDVAPATFRSISDSTENLQSYTNGLVPVTV                 
>Cfra_g6290                                                                     
ACNAQWFAEVSVSSVDSEYQCGGVFGTFGPIGTVEGRLVQVTPYAACTDIFNAPKVEGSWIALVQRGGNCTFYDKINNVA
DAGASAVIVGNVRIQEVVIMHDLRSVHIPAVSVSRSIAMQMELSAKTRSTIRISIGPQLTMVNFVLSEIVHDAGVFLVFL
VSLIVVISVAYYFRRRRFLRTLAQKVWARRARVAAAVDRLPLVVYNDGGFNPTSKTHMKSKNAGAPITKGDTCQPVSRTS
SLCCACHNKLTNTECPKTCYEAKLNHVSYTAEKTDSSVYSKYGIPYDYPDACAICLDDFTTGDPQRALPCRHGTHFHKSC
IDPWLTIHHTCPLCKTNFLNSGIPSISAEESTEIALRSIEHSEVTESRTGTRERRETEDFFSYERTLVNGLRNMIGQFVP
NVSSNHLRGTAVSVTEGEGEGGDYDEFDLEAEVSWEQLEQIEAFTADQVRQDVPNGSRYALVIVDPRNLNFEI       
>Cfra_g6973                                                                     
MVINSSSEAAHNDTLGEENSKNVSKGGYDYAYVSQVLECLCCALCLLPARDAVETNCGHMCCLECLQVWLQTPSIEPACP
VCRTELSPNDIRPSLFLQRQILNLQVRCDRKPEPENDVDGEGNNSLFAPIQRQILKSQVQRDRESKPENDVDGERNNSLS
ATRQAQMDDTSKESSNANPKAHDKFS                                                      
>Contig12046_Abeoforma_whisleri_fr1                                             
LTYTNRCYQCLVEVSLIDSQIHCPTCSGNFFVELKELDYESHFDDLIHGSEEEEMDVDDDSDLQHQAMHDTELFISPLQH
QEEVVLIESPLQLQPEAIAQYPQAPSPQESLLQPSSSQVPFLSPWQSSHLPQDQIEQNLHTQLNDSSQSFLPESFLSFFN



TPFEPPSNNHNNSNRSNSNSSENSTSAISSETTGSNNDPLSFYNEAVQRILQAQQRSTQDQQEQQQQENHTAAQAIRQRV
FQLVNERMPGAEATVHVVNGTAAMGALRDLGISGNNGNSPIAGVTLVMDYSGALSPMQFSSMMLRRGAEGAEGVTGQMGD
YVFGQRGLDEVISRLMEQTSGGGAAPADDNAIQSLKTFTIDSSSIASPECAVCMEEWTIGDVGLSLKCSHDYHKSCIVPW
LELHGTCPVCRTSVSGMKQPNDST*NSGQMFL*IRCEVTFLFFYLLFSSINSSCL                         
>Contig17749_Abeoforma_whisleri_fr1                                             
TNHIVKLQFSQEEKEKYDQVFEVGVRQFERLSVTDTVFSNYVLFLELLLRLRQICAHPHLCKNVDFGEIFKKVDKLEGFD
VDRAMKLLHMLEDAGENECCVCLEEMKPETSIVTSCSHLFCQECIRQVIHQQAAKCPLCRGAIDDKSLITAADVTKRIEE
LSGGVKEEVTGENNDAIPISTKIKALIQDLQSDECKGEKVVVFSQWTSFLDLMKAPLTEKGIAFTDIRGSMSRVNREKSL
EQFKENDACRVLLISLKAGGVGLNLTHASRVYLMDPWWNPSVELQAQDRVHRLGQKKPVNVYRFVMQGS           
>Contig18753_Abeoforma_whisleri_fr1                                             
AIALFCTILHFFRIYLRYRNRKNEKVETPEPPVLVDTVLSSNTLIDSMQTKKCSICLEAFEENDRVHWLPCAHVFHSRCI
DVWIQMQHLHCPICLHPMKHDGRRSFNSSSCLNIDDTDSLFSSYYGSIASTSVAGSIASGSSQLPFHHNHHHHLHHSVSN
LYILGESHQLLSDNNSYNGSNNGNCDNSNNNTNNNNNNN                                         
>Contig23879_Abeoforma_whisleri_fr1                                             
SSNEYSNKSEEEKLNNICAICLCPKRKEISLSGCSHTFCRICISTLQQLRSDFRCPYCRQHSDISVPPTKEEAILTCIRN
>Contig33151_Abeoforma_whisleri_fr1                                             
IIVR*TISKETIIFHLFFFLSPDIM**EKLNHLYNHQSTSSHRVTHIILLNFFKNHDTVKDDDIATTILIPLKHDNCFTL
Q*QFPICILQLVGYNCLHASPQTAYIPFEKHYYLTTNPTFLSTFTPATHPYSQQRES*ERKQDLTSSLVI*SLLR*CLFL
MLVASYPVMSGSEEKDFKPARTFCEISSSCEDFQTPGKRPKTDETAFVETIKPETECPVCLECWTNTGNHQLCVSSCGHC
FGYNCIVDCLKQSNKCPICQGAITKKGLIKLRGVASGLFVRDVTEINDLKKKQEENRKEKFLLDKQIVGYENQIIALQKQ
AASESVQRSQQQSHQQSSQSSQCSQSPQPQASSSSTTFSLFESDGQQMQISQLGLARVLAVSDYNAQIAVSTEIYGDKDQ
HGIFVVDLETSAKTLLQTGTYNKAIRDMSYQQGNNNLLSVCLDKSAAISDIRTNQPARKMELSKPGWSCSWNQHQPFIFH
CGLAGGQIVTFDSRNHETPLSVLSSPCSVVSLHAFRNQDLMAATLQGVGIFKGNCNGRWEPEFNCLEFAGNSSGCVYASV
AADDSVCMATYRPRSDLPFVQHINFSVKKQRSRANFRLQGGKKMASLSRSTVFVNDCNIYFSASNHSNQTVDIWNLANRQ
LVQSIPIFDRPCLDIKFLAGKNGPHMLCLTEKSIYAFKAP*DRET*F*HCYWY**RCQSTTILKEGNRNFEI*C*ETSK*
IGDIGKGIPFVHA                                                                   
>Contig33152_Abeoforma_whisleri_fr1                                             
IIVR*TISKETIIFHLFFFLSPDIIES*ERKQDLTSSLVI*SLLR*CLFLMLVASYPVMSGSEEKDFKPARTFCEISSSC
EDFQTPGKRPKTDETAFVETIKPETECPVCLECWTNTGNHQLCVSSCGHCFGYNCIVDCLKQSNKCPICQGAITKKGLIK
LRGVASGLFVRDVTEINDLKKKQEENRKEKFLLDKQIVGYENQIIALQKQAASESVQRSQQQSHQQSSQSSQCSQSPQPQ
ASSSSTTFSLFESDGQQMQISQLGLARVLAVSDYNAQIAVSTEIYGDKDQHGIFVVDLETSAKTLLQTGTYNKAIRDMSY
QQGNNNLLSVCLDKSAAISDIRTNQPARKMELSKPGWSCSWNQHQPFIFHCGLAGGQIVTFDSRNHETPLSVLSSPCSVV
SLHAFRNQDLMAATLQGVGIFKGNCNGRWEPEFNCLEFAGNSSGCVYASVAADDSVCMATYRPRSDLPFVQHINFSVKKQ
RSRANFRLQGGKKMASLSRSTVFVNDCNIYFSASNHSNQTVDIWNLANRQLVQSIPIFDRPCLDIKFLAGKNGPHMLCLT
EKSIYAFKAP*DRET*F*HCYWY**RCQSTTILKEGNRNFEI*C*ETSK*IGDIGKGIPFVHA                 
>Contig55451_Abeoforma_whisleri_fr1                                             
ILFFSIGNI*IYMLL*KHTSKIKINDMSKPQRRCPICWGPLIDESMMYTYCGHMFHQSCLKGRFKADLITCPLCDDTPEL
SRNTGESDGPKRQPLFSASLGFKTSKAGASKELNEFSKKDLKEDSKKDYGKNRNFKLFDQFLRKVNLNDNAKKSKEDTDN
SNEHHSKSNHHFIFSKNTQSDNGNSKITTKSESNLIKTISTKIKATESNIDQPTLAVSNKCSKSKSAGSCTAVSKAGADS
KGSSRLVQSQSTGTTKLTRVLSTTTDKIANQILTPSEIPEGITVSKYKYDNNIKVRSKTAAVKISRAQSLESGSKKIQNV
NLRKQKKEKCEGKKVEPPPSILVEHLKHQTTLKEREVLPEDTSRVPFSFYRVTNAQRSPPPDPKPPDSATLKKSDPLDQL
TNRKLLYRSNTIPHSSINVPESPSDEPCMKA                                                 
>Contig65146_Abeoforma_whisleri_fr1                                             
CFSYKFVGYISIVSRTCTN*FTYFK*YHICFYFVIFVFICQTTFLQTQNNNQEDERRPPRRTSGLRSRGPRKQRHININP
SSNNNQLKATSSATSATLSLINYLPLGKWNKTEIIECSICMEEFMNEDDIRYLPCLHVFHSNCVDRWLERSFTCPICLLD
ITDSLPVESVIAYRQMKEQNEILSRSQPRLWFETGPSSFPPSSSSTPLLDPEYAKASG*KINFI**KKKVRNRAMDKGFV
LKSFLSLGLKLYSV*EKNSL*LFKFLFKSVKSSYCPGQ*V*KKPPVMYKVKTYNKEKKKRKKQELKKERVLNSHFLDPEN
SSSIASDFSSIFFFPSELHLILDIAIYLQIDLS*LLTS*ITLTS*ITFQTIYGQFTIEYDITFVHGCVIDWVCN**FTSL
MREYLSATGCGHFFLLQSPQ**LCCLLHLKLLNFFFCVF*SIEIKIGRWLCK*SG                         
>Contig67535_Abeoforma_whisleri_fr1                                             
FKLFVKRHTKNQK**QKQYLKKIQKKSKGTNLKYNQKFNKMTKTNRKTKSLRMSSEFENLFLLSSNDCDNSPNLTKSKKK
KDNECSICLEKMCFLQRTYRTKHCRHKFHFQCLKKHCDSFPKRTICGCPLCRTSIEEDRFMINNDGKLAYADWDEYKRIV
MQQDINSQNSTTSKRGIGDYNGNMTTSINNKQREVSNI*YNVV**NQ*FTIC**NVIPT                     
>Contig67650_Abeoforma_whisleri_fr1                                             
THTQPTTHTQPTTHAQPTAQHNQQHTHNQQHTHIQQQTHNQQQTHNQLHITNSANTINNTQPLPITHIQLTHN*RVYLKT
RVEQLPMSASSSTRKPAAIRCRYFQQNACSRGDSCPYAHSFDVKEDNTCRFYLQGSCSYGSRCRYDHIKPKQESNTTKAR
PFAVSKLIQKQTRSQLAEQGKPTPGAVVAENSHIPMQPKFSYAGALKNKETEKIAQLCVYAVTGSCPYGETCTALHGLAC
PICQKCCLHPQRPQDHQEHIDDCEKKFKERKLKEADVNKSKSIECGICLEVVLEKSGSERRFGLLYNCNHPFCLSCIRQW
RNGNGPTRIVRTCPLCRVESYNIIPSSVWIDDNERKNALFEEYKANTKNIDCKNFAFGNGHCPFGTSCFYKHAYPDGTLE
KVNLRHLFDGDGEANILDNIRISDFLRHLNLDRETNIDDSDDSDSDDTILTRDLIRAMHMATHNMSLSDILNGRDDDDDD
D                                                                               
>Contig69361_Abeoforma_whisleri_fr1                                             



RLLKSFILCLLSDITLTHPLT*NISNSDLL*L*PSLTTIPNSEHP*ISPSLTYP*YILASLNSGQPTCTSLPFLVPNTHI
YIYFCWVTMASYHSEHHEENNGQIPSQFNNFFNMLNQLQSGESGDFEEGQKRTTCKKVIETLPTTEITLEEYANQLACPV
CIEVFEMGTHPVRLPCFHIFHKECARSWLEQNNTCPSCRTELPTPDENYNEELHRKKLEESQPPCSMYG*SIGWLAG*LD
LLIYLLIHRLIY**MTFRLIDWFINYISLFIEPKIIK*GHGLFFLHF**ALPPNSNWCVQNRKKKKKRKKKLVLKLLFFL
TIATCLRGPSIN*RQMP*F*TRRLIFTLRLLPITKTINIFVCICNRRTCIHVFSPRPEVCFNQHLKLRI*NLLPI*LAWY
II*KKVFFSSSVSSQKNKKN*KKIKQI                                                     
>Contig73419_Abeoforma_whisleri_fr1                                             
INSVWNLPCCSTVFCKKCISSWLLFSNSKQCPNCKQHASYADLEVNHD                                
>Contig76260_Abeoforma_whisleri_fr1                                             
PLFFFFFLLLNNRTMSLCYSESYDEFKMKAMENLQEQEREVIKHDEKNDTTEEVELPKFSEITQPEIVKDVVHIDNEAVE
YTDLQQVSKELLCPICKYPFTEPTDTPCGHTFCKDCIISWLRCSTKCPQDHIPCPPQSLVASNRIIKNQVDNLLVFCLNK
AAGCNEKIERQFLQTHCAKYCPKTEFECPYRCHFKDSRTKVKAHIKVCGERKVQCECGSLISFHALDLHWRNICPLFGIK
CVFCRGNHLRQEKNQHMKSCVEVIVECNYKEFGCEFKGPRKSLDQHVIDHCSYGKVNGLCEHYK                
>Contig2407_Abeoforma_whisleri_fr2                                              
NFSLNSPR*ISYYNHTTNKHSQLVKLNKMLGLSFSCVAVLLIIASLHEVVTSNKIMKVLVTSKNESDRLIFDALVGINSP
LLKIQEEPLIMMSSLDGCLNGRLLNNTNTTSVVTGVAIASSGNCNAIEKTHNANQNYKAKAILISQNVSLVHTHLPKPIY
LNNVAIMALSILNSDFLEIINYTKTHGDTQISILSKIEIEEDHDAGENEEGKKFPLKYCFIIGWSVFAVLIILILSLYFG
YHSRKRKNQLIEDQQTITLIKSKGMRKSAALLLESSPIIYKQADNDDLEGELCIICSKDFEEGDRLRFLSCCKNTLHTNC
VEPWLILKSSCPYCKTILSDDTMC**RILNSMFKILYTIISTKVSTLLVQLFYSKNCFLKLMNRKLILH*VCTGFEKTLK
NLPRLGKLEN                                                                      
>Contig3413_Abeoforma_whisleri_fr2                                              
QKKNHENCLDGAAEDDCPVCLNYMQDSQVGLTVLDCGHCMHHVCFKQYLQSGQYNCPFCKKICVDKDYYNNAMKEAIENH
TMPIEYENWTAEILCNDCQAKSICKFHFYGHRCAVEECGSHNTTIINTIPKAPSK*LIFKYIAKRISFYGSLIYLTWHLI
NYFKEDLWVFSSQS*KSQRL*KLARDCNFETFVKRKTFKRDLFYDRVLRVFF*HKLLSITE*LLLQYFETLLL*RRFISP
TGFKVLLTQNYLGLRTILRSAVALIF*APTDVLIGRVT*FRFSKPVAS*KSLEGSLQHHHGVSNLFSRVLRY**N*FNEA
RG*LPQIYPVDCHFKTKLLICRIQCHKDLLPSPYLSNQG*MYADIIYIELACLILQYKIIHF*TILDIGAFLVIIYSL*S
LVLYQRLIAHDDQLLPLYSFSPTVTCT*SVHVIV*K*IIL                                        
>Contig3640_Abeoforma_whisleri_fr2                                              
KKKKKKTATLVCAHCQEKMTFFKKSYRTTCGHKFHFKCLKAISDKLIEENSAEGKDAVLTCPCCWINLEKDHFFIRNDGK
LGMQVDWQEYSTICAEVERADTTSVSNAPTADNQVVLI**L*IVSNFRLRFNYQPKPQLSLLSVSVSGFPFEL*LSFFLI
CDTPWRL*TCFPSALWKQHRTERNDLLNCWT*LFKKTK*FCFLQQNYC*YCWPQIR*KASF*EE                
>Contig11722_Abeoforma_whisleri_fr2                                             
GSGNSYVYII*N*KNVIHLNNRQTINK*IRSFG*IEILHTYRQTLILYKHRH*NRPRYIQTINRNRRNCQIQT*RVREKV
LKGKRKRKGKKG*RENRIKVRK*K*KGNKSERMECCVCFSPVEKEVACGNCTGSFCELCLSKWTSSNNTCPLCRAPWTDD
EPVVKDVGKELSIAKKNEHGETLCLNKGCDEMIPMSLISSHFRSCKFGFNIDSHMIKPGVYKDDDVVEMIKIQNELKERQ
KLVTLDGTSELEINCDKIKRSIKKNHQTEEKIQILNENSDFGQEFVYHHVQMTDTLVGIATMYHCAPGTISRLNNLFSDT
VYGRTYLKVPKSQKGSSVGLPQLSEEEKDTLQRRKNTVNFMRATKCNDHSTTQAYLNMANQNLDLALEMYITDHKWEKRG
FGPSKAGSSNDCQEGSPLTSNTISFKKLITSGL*KQ*TITTIIIAIIIIIITPISTPTPTRTASTTPLIQQPRNIHNNYN
CNYNLNHSHSPQELEIS*IYHD**FHAFRCKYTHPDVNILCLKINITDQ                               
>Contig11723_Abeoforma_whisleri_fr2                                             
GSGNSYVYII*N*KNVIHLNNRQTINK*IRSFG*IEILHTYRQTLILYKHRH*NRPRYIQTINRNRRNCQIQT*RVREKV
LKGKRKRKGKKG*RENRIKVRK*K*KGNKSERMECCVCFSPVEKEVACGNCTGSFCELCLSKWTSSNNTCPLCRAPWTDD
EPVVKDVGKELSIAKKNEHGETLCLNKGCDEMIPMSLISSHFRSCKFGFNIDSHMIKPGVYKDDDVVEMIKIQNELKERQ
KLVTLDGTSELEINCDKIKRSIKKNHQTEEKIQILNENSDFGQEFVYHHVQMTDTLVGIATMYHCAPGTISRLNNLFSDT
VYGRTYLKVPKSQKGSSVGLPQLSEEEKDTLQRRKNTVNFMRATKCNDHSTTQAYLNMANQNLDLALEMYITDHKWEKRG
FGPSKAGSSNDCQEGSPLTSNTISFKKLITSGL*KQ*TITTIIIITLTLISKMIMIVYGALKAKAAVVQAVLEEILMSLY
MLSTERPTIQCLTRALQTLIVSVCC*ILLVVIISFREET*TS                                      
>Contig17601_Abeoforma_whisleri_fr2                                             
TNVPG*RIILPIEEKKILREARKMSSKCQVLLLVLMVLLSSAEVIIKTNRNDTYHFIDFQAAIGGYLRAEGITYPVKIGM
PYDACSKMTFLKEDKIVVTKRDTQREEEEVKEQNKRTIKNTNDMNDDDEDQNRYLDSRDEIVLVTRGNCDFTTKIRNAQN
AGYRGVIVSDNVDGPLIVMNSHRIVLDLYIPAVFVTKKDGNLMFDIINGGILHQLDHNITLCNATLLRTQYPVSWPTFVL
PFIVVIVVALFLLSFYFIYRRRSSRVAQQRTLSKADVQSLPTRKFDKKSNSTYNEMCVICLEDFLPNDNIRILPCHHDFH
CGCIDKWLVCRNRLCPICKRDAFILPTETTPLLASSTSLAVVDVEQCLVETVTNDAESSCPGGIPTADVDADVDVEEGIR
SAPRDKKSNATTATTTT                                                               
>Contig65144_Abeoforma_whisleri_fr2                                             
VLITHTEQAKTNYSNL*Q*****YFKSRTSYKTKVTDNKVLKMLGFCCCGSARAGDVIVPRRAMCESVDTTTTFLQTQNN
NQEDERRPPRRTSGLRSRGPRKQRHININPSSNNNQLKATSSATSATLSLINYLPLGKWNKTEIIECSICMEEFMNEDDI
RYLPCLHVFHSNCVDRWLERSFTCPICLLDITDSLPVESVIAYRQMKEQNEILSRSQPRLWFETGPSSFPPSSSSTPLLD
PEYAKASG*KINFI**KKKVRNRAMDKGFVLKSFLSLGLKLYSV*EKNSL*LFKFLFKSVKSSYCPGQ*V*KKPPVMYKV
KTYNKEKKKRKKQELKKERVLNSHFLDPENSSSIASDFSSIFFFPSELHLILDIAIYLQIDLS*LLTS*ITLTS*ITFQT
IYGQFTIEYDITFVHGCVIDWVCN**FTSLMREYLSATGCGHFFLLQSPQ**LCCLLHLKLLNFFFCVF*SIEIKIGRWL
CK*SG                                                                           



>Contig65145_Abeoforma_whisleri_fr2                                             
SHKSVYMQVTDNKVLKMLGFCCCGSARAGDVIVPRRAMCESVDTTTTFLQTQNNNQEDERRPPRRTSGLRSRGPRKQRHI
NINPSSNNNQLKATSSATSATLSLINYLPLGKWNKTEIIECSICMEEFMNEDDIRYLPCLHVFHSNCVDRWLERSFTCPI
CLLDITDSLPVESVIAYRQMKEQNEILSRSQPRLWFETGPSSFPPSSSSTPLLDPEYAKASG*KINFI**KKKVRNRAMD
KGFVLKSFLSLGLKLYSV*EKNSL*LFKFLFKSVKSSYCPGQ*V*KKPPVMYKVKTYNKEKKKRKKQELKKERVLNSHFL
DPENSSSIASDFSSIFFFPSELHLILDIAIYLQIDLS*LLTS*ITLTS*ITFQTIYGQFTIEYDITFVHGCVIDWVCN**
FTSLMREYLSATGCGHFFLLQSPQ**LCCLLHLKLLNFFFCVF*SIEIKIGRWLCK*SG                     
>Contig67336_Abeoforma_whisleri_fr2                                             
WCCFLLWVILVR*LTHIDKYFSLSLSQSLALSLYTPSTYLINYFLPI*LAIFFYLTLYLRRLHRPQSLTFFAKMQLLNFF
LLSLCVSLGSAQTVADIFIHVGMKFTGFYATFGPHIDVPASKLAVMEPYDGCTFPTNVPKEKPYIALLQRGGCSYTQKVK
NMELAGASAVIIGNTVRSQIMLMGGKEDSKIPAISVTGSELSNLNILATSGNYAYIAKSHNIHYYRYNIAQIFLDVAIFL
LVFSASASTIAIGLYLRHRFNQRRYVQQSQRRVEKKRNLAVKAISKLKTLTFKMEENPTDDAVLSCVICLDDFEDGDVLR
ELPCTHGPDFHKSCIDPWLIENRTCPICKTHIMARFRRVRDTEDSNSESESEYSDDQNILDEDSTTENDEDIEIGHIYDN
ESAVDGYEGVNMNDLAQDTSPSSTRRSFSWRNLIPFLNRRSTSAPLSVSADNNADVEAPESSA*IR*CC*NLYTLSRASF
SICIFFLYK*TIKWW                                                                 
>Contig69360_Abeoforma_whisleri_fr2                                             
VC*NLSFCASYPISP*LIL*LKTSLTLTYSNSDSDLL*L*PSLTTIPNSEHP*ISPSLTYP*YILASLNSGQPTCTSLPF
LVPNTHIYIYFCWVTMASYHSEHHEENNGQIPSQFNNFFNMLNQLQSGESGDFEEGQKRTTCKKVIETLPTTEITLEEYA
NQLACPVCIEVFEMGTHPVRLPCFHIFHKECARSWLEQNNTCPSCRTELPTPDENYNEELHRKKLEESQPPCSMYG*SIG
WLAG*LDLLIYLLIHRLIY**MTFRLIDWFINYISLFIEPKIIK*GHGLFFLHF**ALPPNSNWCVQNRKKKKKRKKKLV
LKLLFFLTIATCLRGPSIN*RQMP*F*TRRLIFTLRLLPITKTINIFVCICNRRTCIHVFSPRPEVCFNQHLKLRI*NLL
PI*LAWYII*KKVFFSSSVSSQKNKKN*KKIKQI                                              
>Contig76261_Abeoforma_whisleri_fr2                                             
RNIT*YQWLFRTSFDLYIFGLFF*QSLSECYSFSYTYTYRTPIEYTDLQQVSKELLCPICKYPFTEPTDTPCGHTFCKDC
IISWLRCSTKCPQDHIPCPPQSLVASNRIIKNQVDNLLVFCLNKAAGCNEKIERQFLQTHCAKYCPKTEFECPYRCHFKD
SRTKVKAHIKVCGERKVQCECGSLISFHALDLHWRNICPLFGIKCVFCRGNHLRQEKNQHMKSCVEVIVECNYKEFGCEF
KGPRKSLDQHVIDHCSYGKVNGLCEHYK                                                    
>Contig344_Abeoforma_whisleri_fr3                                               
INYSHPIVDDNV*KNNNLINCSSCAICLMAFETGEKLRVLPCQHSFHAEEIDIWLVKKGTCPYCTMNFVTEEYLIND*LT
ISKLTR                                                                          
>Contig11899_Abeoforma_whisleri_fr3                                             
LASSHCLNLIIYF*LLVRFNMMVTGVDDIVLVFFILAIGFFVTCAYFAVSQTVDNIHPAAVSAVNDVRERLQNYQDSVRN
NPDPASVPVPPNDRPPANEDCPICLSPPEYAVETMCSHLFCANCIFSYQEHNSPREILKCPMCRQQIALFITRFNNQETE
TSQANAFREKISRYHGRYAMGERSIWAQLMEAPSLLNHAISDSFDFTTSFTYLQRGRVYFLMLSSLVYTLSPLDIIPEAI
FGIFGLIDDVVIIGLIALALCNWYRTNVARGNFN*KKEKNKKKKK                                   
>Contig18993_Abeoforma_whisleri_fr3                                             
WG*NSNVKKILFFCEMNTATQEEPCCICLEFVEEENRLFTYCFHKFHKLCLHRLVEQGHKTCPVCRTSLSDVPGLDIPDE
VEQTSNQTEEDILKDQSLSQRIFAGFSEAWRGEQVDDEEEGVGGSDERSFDNNSTEHFQISTDLLTALQEEDEHLIVALH
ESGQEHRLIQDAINLSLQDHHRQQQQQQQ                                                   
>Contig23878_Abeoforma_whisleri_fr3                                             
LIKVLAKRKEKEGAFCIPHLHLIVISGRVEILEYLLENDNEFVTFDNQLIDEGDEDEDLEMMEIDRGGDDGNESLNIDMD
SESRAGEEQTAMKLKTNSSNEKNVTCENVGIKKNNRMEEENDNICAICLCPKRKEISLSGCSHTFCRICISTLQQLRSDF
RCPYCRQPSDISVPPTKEDTLLLLIRNF                                                    
>Contig33681_Abeoforma_whisleri_fr3                                             
RPASEQANKQASKQRKNCKMDEDEIAQREATRARLREEEAAFRQEHAGHEAMHMEMLFIVLSVTVVAQLLLVLWQKKHFS
SYRAVTLVAMWQMPLWFWLYHGSYHLLLVWGVFTGCTGYVSSQASQRPILSTTPRFVYKYFLIVYKICYFTGVFGYIIFL
LQFFGIFSVLSLAWRKFIIKYALLFLLHGLYYGCLVRDFAEICAERMTSSIGFYAISGIPSKKLPDNGSCCSVCGQSFSQ
EYIDDTVSLDCGHKAHDFCIRGWCIVGKKASCPYCKEKVDLKKLQKAPWTDQDVRFAVLLDWVRYLVAWQPLIVIVSRMS
IKAFGLH*IKNLKTK                                                                 
>Contig35160_Abeoforma_whisleri_fr3                                             
LIS*LLVIIDV*TISLITSGLRVRYMLFDLINPSHHLYPHPVQNHSQAHWLVYPWLALT*TLGCWHRLIWVFLRSRKHWP
SLNFGLPKPNRHCQLSLVFLWVQKIKKWLLVLEEVGGEVELVAEVQTSYDH*H*CQRNRIREEEEEEEEEEPKEDSESLV
YKRPSSDANGHRIKRERLTNDGDRTRSEDFEHKLKRSESNLAKSENFEIFNPNRLSKPNRLTDARLKDIEMGTLAVTKDI
LPETRTLICTICMAGIKHPFKTKCDHRFCYKCIKEHLKRRKTCPSCSKPCFDDDLEPDEREVSIPLSYKSQENSGKIVSF
PVSSTHKAKMKLAPYVSQLLSEKTIDDVTELELVCSLTLEKLASLKDKDEQTNQLLLEEFLEDVKEKREKELQKITNDLD
QLTVDIQAMRTMRTEMSNMSNYYDFRGSQSNPSPDQRTLPDSRKASLKKHAADLEAFYFNSRRKDDVTNRPLNAIKKVLE
NCTKYSKFDCKATLQFGDVNKTSAIVSSIEFDRTNNFFATAGVTKKIKIFKYNQIMKEKVDKHYPVREMVSMYRISCLSW
NPYVHDYIASSDYQGTVSIWDSTKAIQVMTYNEHLKRTWSVDFSPKDPTMLASGSDDWKVKIWSMKSSRSIISINSEANV
CTVKFNPECSNYLAFGSADHHIHYYDLRQTKSALTVFKGHHKSVSYLKFLNANEMVSASTDSTLKLWDVQNLKPKQTFQG
HVNEKNFVGLTTKGDYIACGSEDNSVYVYYKDIKHSIMKYEFPSNSPINGAEYTNDTTHDVFVSSVCWKPDSNVIIAANS
PGTIKVLEAVA*WPFIYFDSSHVINHSL*LFVIERIVFPK**RKRDFFR*YGHGSPSRVLFDMY*IRILLFAYR*IA*FS
TVSVFVR*IAQIYPETIPLSLHLPRTN*ITKKKKK                                             



>Contig56443_Abeoforma_whisleri_fr3                                             
DIVEDDANDIVEDDAIDIDEEVNDIDEEVNEFDSLEEIFLEREKSLGYDQDLEGKMEVEVKGLVEIDDAEISDNGYYQDS
EEDADDRFFIQYADLIKDDALFINTKFSKTSRKLFRNHLESSTKPKKHSSPKLVRLVEVPKVTQGHCRTETQVHPHNQSS
YSGKFIRDYRAKNENYKKRQSVKTQNVIEQHSERYIKKPYPLHTWRCIYENFRSDCESPSKLPAYVYESDYERAIRNSLN
SLDSDTNLNLTNQATGGLLDLMNREITPEDYDLLLMLDEGVQKKTCSKESIGNLPEIIYDKDGETEVLVCSICFDEFENE
SLTQLPCSHLYHTACITSWLSTHSQNCPLDQLSVF*RRPLLSGKCKFVYLDP                            
>Contig59383_Abeoforma_whisleri_fr3                                             
SPQFNVNRNNFRFFLF*SPCKHLFHKTCIDKWLINKGTCAFCRKDFLKSEA*IE*T                        
>Contig60203_Abeoforma_whisleri_fr3                                             
KCGHVFHDSCIRPWFSHANTCPSCRVCVEP*MN*LLWIVENKLFA                                   
>Contig65139_Abeoforma_whisleri_fr3                                             
QILFGFEFLILVTSITSIIFKYALAVIDSRQEDPWENKSMWKFYLELVMDFIRLVMCLVFFSVVMTHYGLPLHIMRDTYM
TFRSFVKRFSDMVRYHRATANMNERYPDATPEELVLVDNTCIICREDMIAAKRLPCGHVFHLHCLRSWLERQQTCPTCRR
SVLSASRSAAAARTGVAPQAPVLQQRPGAPTIPAGAGGPPAPQPPLLHQRPSSVASSSFQSSLEYRSPPSFPPQAFPGQQ
PSRSSSLSSSSIQGPPQPPQPPQPPQPPQPP                                                 
>Contig67822_Abeoforma_whisleri_fr3                                             
KVAANWICGRFDTTVDVANLATLAFDTAFPPSKRTNALKFCEKEIVSYCFEAISLKAPVNAKDDPSIEAKYCREVSSGVR
GLTLMLSVMEDPSKSALSVVNDPQFWKLLKNKNAPIRGSIYEFVLQLLQICPQIFEPPVLSIVTAPILNVISETDLANLG
SAWRATILFAKQFPDCWSQINFRKVFVPVLRLSISNCSQGNTVFTTMPCLLPLVDCIPSSNATIEFVLDLLTTISQLISE
NGVDGHLKCINDTYFEILQYFLLKLNSKAYLVSLFDHSLTLLKKKLAKQHHDHGAKLAMYFYKGLSSMYFWICEHPSLCD
ILFSDEEIFGFANKLKDFLDNIDFEEDSDSLSIVLENFELFLQSLCSLSDLSQDTRYNKMVSTLLMSIIESFQFWDGAII
RVAEISFLEVILKAVHCDVKFLRQLYNHHQTRFEPNDNNDLSEKMCDSSVAGHLLCLKDESDAVVIERFLSDFLLPILND
IIVRLSSTATRKISKVCYDTLNEYCNLLATVINELDRNESLLGSTFEAVIRQFCHCSSKDRFSCLSLVLLLQHLTDEQCQ
LQSLTSSLELSEFVESNLNTNVFNSQSSEVKRFRALLTLSIGNRRLLNPSTRMHLLNEIIKFIDNVSQENYQENEIYIDW
IIEFTTSYIDSFRFLPTGENDSFGFDETNAEMVEFSSLLTSFLLLSIRLQNAGHDFSERCEDCISFFERGMIVLRSLEGN
YVDCFLSHCSQKVLETLSTEFEEQSHMDELTSLLTLVNELLRDGKEICLFLKNCLIKVPMWNSVIENLPSVINMNMVGEG
VVVRSSQRITSEDAACASVTKLLHYYKFTTHCLSLMEPFVATDLIEESDEHIFSMLFLLSYGSAFFESFLQLEILPSFVT
NKQISAIHSEIKNLQLPDNSSDLLSAFAKRTLPFHIVIPEQDNYGNAALFSSAIIKLHESFLHKSHFNTTFDLITKRFDK
QCSILSPLVNFFKDHLSEDLLSSYQNKKFQELQFLLKGKDLKTLYTSQQHEILPALVVLNSCLSQKCNKSSKLAIKLFDS
YYSEYFTPQLCAQRLREKDSLSMDTSIAIQISRTLLFMSYNCQSLSLTSRLGKIMDIINHFLEASTDLVLFSIAIQIVIG
FSQRLNLYEDTSKVYTSVINEGAEEIIEEDDSLDADLQSSISAVSQQWSKFNQSFSNQVLDILIDSYSDAMPWDLLLFNF
NAQKWIKYLLSVDHSSLYAKELNFESIVPLLHCAHFPTQTSSFYLLRCYLQNKAVNDTRDFDGNDSNLDLSDGENVNLVE
VVNNDEKSHLKRLPKELRVLIEEKSFNPGQHFGSVHFLNHCYSYLLSWLLMLDYLEALSSELRNDYITSISSKHLVSNIC
DFIFEILLKDRNESCSIFDRALSKPILLDSEIVSEKEIQMFCGHVYFRVLSTLPVLSRLWWTSLLKKQKDVVEAFTIENV
SREIINNEISKTLLRSKELNVKSNKRTQNMLISYLIDDITLEISLNLPANYPLSSLSVESGSAKTLHKTERNLMLQMTKF
LAFQNGPIVNAISLWKESTDKKYEGVEECTICYSVIHASNYSMPKLSCRTCKHKFHSACLYKWFQSSNKSVCPLCRSPQS
LTR*NHLGLSLTYYVSFNNATDKPRTISKLSVGLYGYFVLSFF*TVLSGSLIVF*QHVCYNQ*FFFFFKITLNFLFIIFR
IHILKSNE*NESYERDTYRDIHAMQL*ITF*LLYTTTVHTIYERSYYKNENMHKFVHNTLLNNLCLLPKMAN*EYESWMN
RMFP*CHAKYFKM*YLNYNTLTLLHYA                                                     
>Contig76470_Abeoforma_whisleri_fr3                                             
FSLYSLSTFSFFFFLYLSFTSSLHPSTHLNSCALTLLCLAFCFSFCF*FNFLKMDLRNELQMRRMRAQMQRLHRQGSRIR
RVLHDHHGINRTGPNMADHDFFQYLHDMVHASAERRDDNVMRLVMEESLMDGNPGAPPATSTAISKIKTSTLKPNTLPSN
CSACAVCQDDFKAKETVMTLICLHIFHKDCLTPWLNLHNTCPTCRLAIVDEENQSGTRTPAATSRRARGYRAPRPQVFEE
RSMRSPIRNGNNENRSDSGRGVRTRSRTRSTFTHNSLGD                                         
>Contig3593_Abeoforma_whisleri_fr4                                              
SESNCPICLEVMSPTDIAYVDPCFHLFCFNCIKCWGELSRNCPLCKTSFGKVVHSILSDTEYLVFEFEGPIKVSSSSSIH
ASSIIRPPPRATSNWGRPAIVLATIVAKEKRKKVYRDNLWCKYVGCNRLSKFKAIDVGTFRKYKYIPTLIAPWVVRELQA
ILGIDNVQFLTDMILALAKQTELQSEEFIEKLKPFLQEHSEHFVHEFVNFLRSPFDIVGYDKRVQYEYRTTSKDIFWDTS
PALAPAATATSSSVITIRDKGNHGHESESGDRCKKSRKGRAVEHGPRDKSVNEAHVYGRNINDRKTHNSINSNSHDDDID
VNNDNDKNINDNINQAHDRRQKRKSCTTTTISSTSTGMKKPIQKRRSTTKRSNGIKWNLAHLKSKK*LKKKENRKHSKCF
RNISKNFRVDYQILAFLIAKVGGLRQIRSKKLWCRTGGTLWSKISITFSTLEHKHFHNLHHWIYIFFVVCVE*GSSPVSL
A*NLHLTDYLIYSCTPSV*KL**LEIT*PLVSTIMSTVASSLQKQGSGRGKNREKRRMSFLVCSLSLCCGNL*NKRSRTI
LSKRNKSACVVRGLQCSKNIVARL*IEKHIK*RN*RSILVL                                       
>Contig3595_Abeoforma_whisleri_fr4                                              
SESNCPICLEVMSPTDIAYVDPCFHLFCFNCIKCWGELSRNCPLCKTSFGKVVHSILSDTEYLVVTRNINPNITQDTFKQ
NPRIHIP                                                                         
>Contig12252_Abeoforma_whisleri_fr4                                             
TKQTKQK*KTN*LN*SNQHV*L*IKS**NERK*FICCPIKSLSTQGRKKTPPNSECSVCLQGFHFYQKKYITNCGHKFHF
ECLKTSSHNLGKYNQMRCPLCRAMPEFAID*IYTIYSDNIIIN*EVINLRNRIERRRLVR*KLMS*VCYTTLYEFEKYKA
FLLIWMQNQE*HPLRGRNYILCM*NMSCSFLVTKINHVHHGIVNNVEYLSNTAVKVLVIDGEKNKKIYTININQ      
>Contig15044_Abeoforma_whisleri_fr4                                             
ETFINAIMRGNLYVKGKLVTFHNFLYFSKKLSSFDQLLTIVQGKVATRIKQTSLRSRRSETNHNVGIGNGLSCSLKNINE



DGSTEGLDKEDNSELCTICLDDLDMMDATSIFTTPCQHLYHVSCFRAYVRSFSDPRYREYQRRYGGMFRLADSARRINNV
RAEIECPLCRRKHDFSHVLPDVDKMEQPATAIVYNDDEPLPSSTFSSSSSSGSISSSISEHEPPVSITCFPEYENVNVEN
SKNFHCLVSFSVKERKKHDERQNFNLHQQYARGEEERKGIDIIMVLDVSGSMAGP                         
>Contig16482_Abeoforma_whisleri_fr4                                             
TQSYEIDFSYDISYQYDSDSCLYEDLEYQITLANSLDIDLANSSLVMSLQSRDITPEDYELLLLLDETVPKATCDEKKVK
ELPEISYDKEQEDDILVCSICFDEFENKELVTKLPTCGHYYHSACIHSWLSQHSEVCPLDQLPVFTESITRGSTEESLVE
NLEDENLRENLREKLEENLGKDSEEKLEENLPHRNWELEKKLENFEENLDGIFELEGGLREEITLENDFREQNIEEDFKK
TLDMNFQRGCGNSGF**                                                               
>Contig27954_Abeoforma_whisleri_fr4                                             
QTLSSTTKKKPNSKRNNNNNIF*KDKSKKEQNYKNQVNPTMFALNSNDKNINENNFSAVPFKTFSTQGKKFQARKKKPVT
ECAVCLEGFHFYQKKYRTNCGHKFHFHCLKAMSDSLGKCKQMHCPLCRANIEKDRFLIKNTGNLAYADWEGEYRIICENT
RAEES*N*FIDGQ*KSSK*RVQREN*A*TRIVMRYSP*Q*ACNFQYLKCERKTRPKWKSRPS*AIQTLLSTSACICIIHI
I*YYSESVR*LDVWKLKHKLRHTYVCPYD**EQFE*MHS*R                                       
>Contig28759_Abeoforma_whisleri_fr4                                             
N*RKVEKNIHTKINPIFIKNKFKSTMSYSAVPFQNFNKAKKKNQEGSNYTNVYSYSAVPFKNLSTYSQVQASKKNHTSDD
NTNYSAVPFKNFSKQPQTKKKIKVTECALCLKRFHFYQKKYRTKCGHKFHFTCLKNLSRSIGKYKEMSCPICRTNIEKDR
FIIKNDGRLAYADWEEYRRINQSIRDEAPKNKEAQQSQKH*TEDSFAFKNSIFKMSRSNSFIEEFKFIGP*WLVRESLLL
AL*IRKSTTVTAKL**SAYTWNMCSG*ICMHTYTLLVLF*MQRITYADVHFQLEPLIKPQT*SVIIIIKNNRPNFRLNVR
L*LE*YLNSAQMSDEFFLLIEINC*LR                                                     
>Contig34841_Abeoforma_whisleri_fr4                                             
FQICRL*DFCSSGKMDVTSSCCICLELPKKRTKLSGCCHSFCFICISSWSEVSNNCPLCKSKYCSLEVHCDDNTTLERIL
DVPEPKKPISDELTNDMINDTVCELCGSGHEESSLLLCDSCFKGYHYFCLNLPSVPSGDWFCETCEECSNVSDSESEVEI
HVSRESLPSKRPTRSTLRISDNQFNDLLQVKIDSDDSEDLTVETETFADACLRLRRSTQTERSERKNKLKRFSSSSNAGN
IESLNTPSSMCPSIISSSSPSPSVASSSPSSSSSSS                                            
>Contig35290_Abeoforma_whisleri_fr4                                             
HTYIHTYLYILIHTLT*HTHSPNTHIHTKTFVRIHLLLSIPYHVYGIVA*IINYQSTINNN*SSNIHHHPSIVNN*SSII
NCLRSNSYSFSIVQ*INRRSVMTDLNTFDEIGGCPICLKEKDEIENFCKTKCHHRFCLLCIEGVLATAEKKYAPPFCPFC
RQPMSRFNVTLESTGNTLKQVDTFSVWGTCFLQLGIEGVASYHFDASPTSQDPYIHYDPHLTAHWLLDDGSSPPVKKYFE
NWEYLEDQRCFKGDINWNPTFVQAKKWVYEMQFDENFEDIVGGKIESYDSTNSLTHTHVFGIDLKYKRKRRNL*PTRLCF
*S*L*LND*GSFTLSLSLPLPLSLSLSLSLFSPSSLRSYFSHPSLRLSRSFL*C*NTPSNH*SMGKFKSKRSKKSKQDKT
KENEIIQGTRTAKDTERGMSYRAKRLNDPPGSHVNTHVQPLQQQQQQ                                 
>Contig10854_Abeoforma_whisleri_fr5                                             
CVCVCVCFLFF*EDGGGFLKNSPFPYVNI*II*SSSSSSSSSSSSTSTSSSDTNNNSSNNNSSNDNNGFSFFPAGVNPNP
LSGQGQGPNFNGILNGQGQMGFDINNFISSTIANAMSGSNSGSPVSSSLHIINGQSPESPVTFRHTSYGTDEEGNTLAEE
SHAEYTGLDGTHYREHTRVLGEARHTSRETTNTSGETTHEQESSGLNDDEEFESLWQSLPDRLQRFTQSFDGRPTPLSSE
SIENLERTTVENEFFLDHDEDCSICYDAFLCGTTAIKLPCGHVFHEDCVLPWFSASNTCPMCRFALS**LQIKKSFLKMM
TSYLLSEMEAERIAFSLYGRSACVV*KKKMGRAKDPPRKLSAKKEKKRKRKKKKKTDTRSF*NWSTLPCRESSLFRLD*I
SL*NLTVVITGKSQKTA*LLFF*LSSFCYSIGT                                               
>Contig12270_Abeoforma_whisleri_fr5                                             
KKKKEKKRKNKRAKRKKKQNYIIY*PIFRIIFK*DSQ*SLVTY*FFKNVQLCSHQSLLYQ**SSGQFSTTMLHFLLVVIF
SCLLSEVVSADSVVIARITVFDDSLNASNLVFQCQGIIGSSGSPAIDISDANFLSFSPIYACSAYDGNETVVANKDNVGL
SFRGNNCSFTEKADNAEAFGLTALLIGNQQDNAQPIRFISQNQNVMAISISEENLLSLQQFAITGEHTMDITYYVEESTN
FLVNFKYVVLLLSFLLVSFLGFVATGYFWKQRTLMRLQHEVEQRLEELKSTRQQALKDIPVIPYKKPTDEDDPDDPDSTA
IFCASCAICLEEFEEGDRLLQLPCNHVLHKDCVEPWLLQKGTCPFCKMDFVTKKYPQYDDMSETLSVNNTIIASDTADIE
RGDESVLVVEDTSPANHEFTNLSLLPPPYESNVAMKTPHSAPCLNNGEPDNFTDIPLSSYPANNNNNNITNDRQEKEKEA
PDHHGDLVATTEALHSEENEDCVLNID*N*HAFPNNGEPGVLTDIPLASHMANDNDNDNDVDVDVEAEKGKGQESTEAVT
QDSTSNDNEPEQATVNESSQSSKMTDEKENTLATTEKEGDDEKNTEEKGEEAQEHDPIVKSLSTTSLSAKEEKKKDKKEK
AKLRKSASKEALSGKDKIKKEKKERMKQQQQQQ                                               
>Contig23773_Abeoforma_whisleri_fr5                                             
LYNFKMFVSQHLSNAENSMDDSSSYLLPFKKFSAPVVTKKKTKVTDCSLCLHGFHFYEKKYRTKCGHKFHFTCLKEMSDS
LGKCNGMRCPLCRANI                                                                
>Contig35238_Abeoforma_whisleri_fr5                                             
REI*EKRREIIITSHIYIYTFFEETAIKMSGDSPDDCSICLYPLLNKLATLLCGHVFHYNCLTEMVANKTKSVIKCCLCK
QGDANNRIIKLFYVPPIEGLETEAGRTALLGPVVAQEVEKATERLQSQYEQAKTNINLLALEVREQESRRRDLKKKHKLE
NEKADADLKQASTRIGGLELKLFHSQGEYKKLKTKYHNLLSQYNIITGKDTNPNVNAEGTDGIIVALQLQLSQKNVIITD
LKKAEEKQNTYVMELENEQKLLRQKIRHYEHANDFGPTPTTQRRAEAQKAVSKPLTDQTNIDFGSPTPLKPNYLKSRSVS
DGSKITKNNNSSIGHTAKPRLKRSSSQNGPIIIIIMVCEVQEMS*TNRLVSMLAQLNFQPKKLQNFLWKRRPNPI*RTWT
SATEATTKMVPTSA*IDFTEQSTKVRIDTVVSKKSSKVVAVIVVVVVLLLLIYYAIINPP*F*NKETTIKKQR       
>Contig35239_Abeoforma_whisleri_fr5                                             
REI*EKRREIIITSHIYIYTFFEETAIKMSGDSPDDCSICLYPLLNKLATLLCGHVFHYNCLTEMVANKTKSVIKCCLCK
QGDANNRIIKLFYVPPIEGLETEAGRTALLGPVVAQEVEKATERLQSQYEQAKTNINLLALEVREQESRRRDLKKKHKLE
NEKADADLKQASTRIGGLELKLFHSQGEYKKLKTKYHNLLSQYNIITGKDTNPNVNAEGTDGIIVALQLQLSQKNVIITD



LKKAEEKQNTYVMELENEQKLLRQKIRHYEHANDFGPTPTTQRRAEAQKAVSKPLTDQTNIDFGSPTPLKPNYLKSRSVS
DGSKITKNNNSSIGHTAKPRLKRSSSQNGPNLSNASIENKDQREFAFTTPNSNINNRNI                     
>Contig55312_Abeoforma_whisleri_fr5                                             
GTSDTNFTDADISNITQSMESMISRLQAESERLAGSQNNTEETGATGEAHEEVDQDFLYAQMLQAQFLQEERSSGTRRAN
LRLVLLRNLPTMPFKARLKENGTDGELEIEECQVCRLPFEEDEIVKLLPCFHRYHVDCIDPWLKMKVTCPVCLHPINRHT
VDQNSSAGDAQASVSGETSEDLNSDLSTDDTSSDYGSTTDSSSLSESEEGSSDSDLEDDSDVYRYRFSTTTESSPPSNFF
QDFRRRFRGSDSSDDSDEDSSD*QIFTEKRKRVQF                                             
>Contig55576_Abeoforma_whisleri_fr5                                             
PFLRDLYKCSKT*KFKSPLLSFVP*ST*EKFKQQ*YQ*LNDLVINNKNNDYSKISKSFLALP*SLTKIYPKTIMIGAIFE
VSINLATQDRNFDYDGGCSPCVKPSRRQSISCNLLGEEETIPQVTSPSMLHRTPSFRKEDGQLGCAHYQRHCKIQAKCCR
KFYVCRFCHDEAEDHKIDRYETEKMMCMSCQTVQETSNKCKNVECGEEMADYHCSICKLWDNVGNGSTNDTGNGDNTKTE
VKQTIYHCDKCGLCRVRDSKKASYHCDNCNICLSETIKETHKCVSQRNQEHCPICLETYFYSRERLFFLGCGHVLHKNCL
IEYAKTSSKCPVCLKSLTDSQEQKRLIQQYLADNPMPEGYEDRISEIQCNDCLKKSNVPYHFSYHACGECSSYNTTILSV
STLEDEDEYDLEDGGC*LC*VINCLVITCIQSLVSLTICYGGR**P*LLKNS*N*G                        
>Contig14118_Abeoforma_whisleri_fr6                                             
ENCRLCLLEFDDLPLIELQCGHFFHRQCFYWTSMSRCCIKTCPVCWSKFEVEDIQENVRRIEEEKRKDKQFLKLLEKMK*
TRRK                                                                            
>Contig16442_Abeoforma_whisleri_fr6                                             
NNNNDSDSDDVVFLSTPPKVSLPKELQEANDRFNVSRDGKKLDNMKCPVCLDVIDNMTSTYCGHVFCERCITHSIKKQGV
CPICRKKLTKNNIHPLFL*RLPKRCFMA****SRIS*KLVFFKNMNNSGQKNCH                          
>Contig62910_Abeoforma_whisleri_fr6                                             
LFLSCSLVLHFLFFDTFFLVSWFLLSFYFTLLSFLFSLSSPLSFSFSFSFPFRQGLIFKRKMSNETNVDVQSPKAGFQPL
KANDDQKKDITCSICLEEMQFDSKQLSCGHQFHFECFTVWNQKNSSCPLCRTPINNSLILKHLVGQYEQSLMEMIGQVMS
TISVSEIFYCPECDQQFSEAFYPSAADAQNAFYNHYQLVHDNDDTYDYNDENYYTDSYMIDGNDDNNNSNNNGDSNAVHR
>Contig69289_Abeoforma_whisleri_fr6                                             
LSIAVVGIALKTCLLDEQVRSHPHGLPVGVLTGILNEKWCILAFVNISYVIMFWFGKLLQYLIFGNIRSIERQHIVDRLL
NYFMFKIMFIATILEPNLVELIVWTSWFSILGFLRLFSILTRDRFEYLTFAPNTTMSVHFKLLSLLSVIMTLVVTMAIGC
FAVFYNKAGISVVLLLNFECVTLMLDTTQTLIKYGIYLNDIRYRENDAWEAKDSIIFHTEFLTNSFIDLVTLIHYMHIMT
LHGVYFTLIEVVLFLNMRSVFFSLKKRITGYREYRQVSRNLDNQYLDATQDELRDLEDHCAICREVMRNAKKLPCGHLFH
VSCLRTWLHHHSSCPTCRRSLLENGDMPSNRSTNNNNNDNDNNDTVNNESNDTNDNAGRTITPLDIRPPLNQPTTPTLTQ
PLSATSLNNVDMMNNENVNDINASTINTPSTSAVNSNPSNTDNNNNNSNNNNNSNNNNVNSNPSN               
>Contig69334_Abeoforma_whisleri_fr6                                             
ALSIQLADRPSRVTKYNYFYKFICSALSWEMFNIELEVSSDSFFSKDEIFKAPSKIGKDFEVTAAEREKYRGKREFVEFE
ISSVILPSPFQMENLNKSKREIYAGTSCIEKVKAVLHFYKHDYSSEQNATSELPKDRSCFVCINCVPVSHDIVDLLQFLA
PILSSISNMRIVQ*VFIAKVDDYYLVLLQFSHQESADDFYTAYNNVPFNSMESSLCHVLFVEKIETVSSSETSLRPPYGV
TELPSCAVCLERLDEKASSIFTTLCNHSFHCSCLSRWKPRSCPVCRHSQQLASDNECAACECKDGLWMCLICGYIGCGRY
LDRHSYQHFLDTHHTYAMELETQRVWDYVSDNYVHRLIQSSDEGKLVEVSSANGIIEDKVDSLILEYTYLLTSQLESQRR
YYFEQQQIRDKEAQENNERIEKKFKLLEKDHRKMATQLKIAQEKHQKCKEEYQNEKQISEFLKQNQLHWQKKAQEIEEMK
NKEVLEKENEANELHEQIRDLMFYLESQDKMKDNPDVQGGQLVIVPSPKKPTPSSSNKSTPHSTTISSSSPSCGHKSHKR
RGKR*TNYYNCVPLKY*KIPRPIYNI*KVVNSKSSVDGLCN*LYVCIVYLQALLYVIHPIKKKLKVSRRCLLFFFFLIEF
GQST*LYVFYKNCPDQVVAFE**QHYPISFILKIFLNLGCSFLLFGGLYTYKRRGII*K*HVP*L*CHN*IKTSYSLLYR
LFKILVVLVVYLVRLWLLLLSFISEN                                                      
>Contig69335_Abeoforma_whisleri_fr6                                             
ALSIQLADRPSRVTKYNYFYKFICSALSWEMFNIELEVSSDSFFSKDEIFKAPSKIGKDFEVTAAEREKYRGKREFVEFE
ISSVILPSPFQMENLNKSKREIYAGTSCIEKVKAVLHFYKHDYSSEQNATSELPKDRSCFVCINCVPVSHDIVDLLQFLA
PILSSISNMRIVQAKVDDYYLVLLQFSHQESADDFYTAYNNVPFNSMESSLCHVLFVEKIETVSSSETSLRPPYGVTELP
SCAVCLERLDEKASSIFTTLCNHSFHCSCLSRWKPRSCPVCRHSQQLASDNECAACECKDGLWMCLICGYIGCGRYLDRH
SYQHFLDTHHTYAMELETQRVWDYVSDNYVHRLIQSSDEGKLVEVSSANGIIEDKVDSLILEYTYLLTSQLESQRRYYFE
QQQIRDKEAQENNERIEKKFKLLEKDHRKMATQLKIAQEKHQKCKEEYQNEKQISEFLKQNQLHWQKKAQEIEEMKNKEV
LEKENEANELHEQIRDLMFYLESQDKMKDNPDVQGGQLVIVPSPKKPTPSSSNKSTPHSTTISSSSPSCGHKSHKRRGKR
*TNYYNCVPLKY*KIPRPIYNI*KVVNSKSSVDGLCN*LYVCIVYLQALLYVIHPIKKKLKVSRRCLLFFFFLIEFGQST
*LYVFYKNCPDQVVAFE**QHYPISFILKIFLNLGCSFLLFGGLYTYKRRGII*K*HVP*L*CHN*IKTSYSLLYRLFKI
LVVLVVYLVRLWLLLLSFISEN                                                          
>Contig2107_Pirum_gemmata_fr1                                                   
ENKSMYVFYLELIIDFLRLAMYMCFFCVVMTFYGLPLHIMRDLYLTFRSFLKRFWDMIQYHRATANMNERYPDATPEELA
LVDNTCIICREDMTSAKRLPCGHVFHLHCLRSWLERQQTCPTCRRSVLVPNRNLPQRATVPPVPPQGPQANFPMPPQPFA
GNMNFPPFPPGQAPPPTALQQQHAVAHARARAQVQEFVAQALAQAQNQTQDPAQTTTPPTFTPPMHPSTSPTSEPHEPPS
HQPTTTATSSSTSPNPALLHGFPGFPLPNGFPATMPNLTNLTPSLSGSNSESPTAPVGMSNITEIERELKEQLLILLKLN
EQTRMVLNNFGTLTETIKDLKKNIQPSDNQQPSSSIPNATSTTSTTATTSDSPINGSVIEPSNIQSENS*NDKRDNNNNN
NIQLL**Q*Q*LLLQYNNYNYHYNNNNNNKNDRERELVTLPASWQ*T*PR*SNFHLLITFGSSFFHCTRRKHVCFFH**Y
HRTNRIVYFCGPDPVLLHRSYDLC*YWLAYWFSSYCNKRFCLWHRLLGSCLYDWDIDVIPRRKNDVGWNIYVWKRIELDL
*I*RRFTSVPIRKEKMDN*MWYARVVLVDQSTTRYVSTMFCEYLFSFHSLFNKL*QS*RN                    



>Contig18781_Pirum_gemmata_fr1                                                  
TQPTQPTQQQDQPQESALQSIFSQLQTPPGNSNQPNHQLQNFIQNIGSMGGSVNAEFHIINGSGRNLSELPNSGNPITFI
FTRGFGRTGREGEGAQSGGIGDYVFGERGLDDIITRLMEESGQQGPAPANADAISRLSSFVIDTENSEREKCSVCLEDWA
VGEAGYNLKCDHGFHKQCLIPWLELHGTCPVCRSTCD*VSWI**VHFV*H*RFQNNHHLTVKHPLESLHLNRCFYI*PCF
SVF*V*NFYV*IGSLCI*RKK                                                           
>Contig34686_Pirum_gemmata_fr1                                                  
LSYLQSVKSHSLFSDFISYLKKENAFTRILDKIFEVIFQHRFSNHKNVLPNIASEQFHVHVELASEIDVLAAALYQQLLS
YLPAVCRAWFTACDKKLKGKIESYTIQHIAPSLLNHELDLIIARSTTLNAKTSRRARQVTTTYTLDDVTLELQIQIPTNY
PLSGVSVDCGAAKQQKTEQQMIRQMSTFLAFSNSPLVEAIALWKESNDKRYEGVEECVICYSVIHVDNHSMPKLQCRTCK
HKFHNRCLYKWFQSSAQSLCPLCRSPQNIS*IMPYPKQK                                         
>Contig38112_Pirum_gemmata_fr1                                                  
RK*FFTMESFFLFWVFWGVLAVFFLCFHFLRLFFRRRKIITDEANRPLLPVLTDSIIPVSTPGVMVKLSCAICLEGFYEA
EHVNWLPCAHVFHTECISSWIDHQNYQCPICQHNMKSDGLSSSRLSQSSFMTLDEATDGGSISGYGSFSSANTFYG    
>Contig40243_Pirum_gemmata_fr1                                                  
ECSICLEQIRDDCYVTECSHHFHGECIRQVKNRCNGSVQNRCPVCRAAIAHPDDRNLFKRTTRYLAGILTFPCPTVEDVH
ELEGTRRHRLPNRRISHNRPVTNHDFARARQQYRTDLARELLQTDQQIIQLRRALGRAHGSRSFPIAATLHHLEIHSRNL
QIELERNFY*KGY**EKCMHEHYF*ICLVYKDV*FGWWGRVE*R*FIINNKID*CECVTK*MGLQGV*AALIL*SCAF*K
ICTKQSKQGRLG*R                                                                  
>Contig59234_Pirum_gemmata_fr1                                                  
VLLGYFLLAIV*NISLFSYFLQSLFYLILIEV*Y*KMRDQNKMRMEILSIQNDPLLSLQEKSRKVQEVMTRDYRKFLSNS
MESIGSNCVSESDENVESVRSYHCEKSKVMGCPHYKRACKIRGQCCDKWFVCRLCHDEAMTHQIDRYSIKEMKCMYCDTV
QEVAKSCINCKKDMAEYYCDVCHLWDNDDEKKIYHCEKCGLCRVGQGEDYFHCDKCNVCMAVNLKGKHKCIERNLESNCP
ICHEFMFTSTSTIIFMKCGHCIHHSCYKKHVETSYTCPICVKSLGDMTEYFKKIDAVLKSHSMPPEYQDSISEIFCNDCE
QKSSAAFHFQFHKCVHCQSYNTAVTNVIHPLKNTIPVMGPGA**RDMISYNVSSKIVLSTILKAIIVFSKKRRKTKKS*V
LMIILSICTDNNVAHLCK**QPCSSAQIIVLPLTVHFLKTIIALKKKIEEKEKSSVLILILSIYANDNCAHLCK***SYP
TVQITILPICTNNNNPVYLCK**LCHLCK**FYPSSQIIVLPICANNNAVHYF*KQSLGNSFKKKKKKSSAQIIIMLSII
IIIFLFNPVYIFYKLKFTRCYI*QPSSLKH**VVFLY*RNKNPPPPLT                                
>Contig59236_Pirum_gemmata_fr1                                                  
VLLGYFLLAIV*NISLFSYFLQSLFYLILIEV*Y*KMRDQNKMRMEILSIQNDPLLSLQEKSRKVQEVMTRDYRKFLSNS
MESIGSNCVSESDENVESVRSYHCEKSKVMGCPHYKRACKIRGQCCDKWFVCRLCHDEAMTHQIDRYSIKEMKCMYCDTV
QEVAKSCINCKKDMAEYYCDVCHLWDNDDEKKIYHCEKCGLCRVGQGEDYFHCDKCNVCMAVNLKGKHKCIERNLESNCP
ICHEFMFTSTSTIIFMKCGHCIHHSCYKKHVETSYTCPICVKSLGDMTEYFKKIDAVLKSHSMPPEYQDSISEIFCNDCE
QKSSAAFHFQFHKCVHCQSYNTAVTNVIHPLKNTIPVMGPGA**RDMISYNVSSKIVLSTILKAIIVFSKKRRKTKKS*V
LMIILSICTDNNVAHLCK**QPCSSAQIIVLPLTVHFLKTIIALKKKIEEKEKSSVLILILSIYANDNCAHLCK**    
>Contig66043_Pirum_gemmata_fr1                                                  
IMNIDLFLRGLLFFLIFLNVSLLQVDAFASVVLHTSRNDTYYFTALQAAFGGYLSNKNGVSAPVVLARPYRACKAFDPVT
SLTLNGKIVVVLRGDCDYATKVENVQNAGGNGVIVADDQNGPLIMMNPPIASVFINIYIPSVFVTKKDGNLIKDIIMGEY
TKTDFVVNVTLISTDFPVTWPTFVLPFAVIFIVAVFLLCFYFLYRRRHCRVVQERTLSSAAVKALPVRKFARQKSTDSAE
MCVICLEDYVIADNVRVLPCKHEFHVGCIDRWLTTRKRLCPICKRDVSMNESTPLLGHTSPATDGINEEAPLLTPANAGS
NGNRNETCERDEHNNHEPIVMFISFLKKLRLIKFDPFF                                          
>Contig81272_Pirum_gemmata_fr1                                                  
LTLTLPLPLTSTLPLTSTPTSDFNSYPYL*SLR*PYHQEIMAIAMDSKMTQAEKTKKIQLLYSKLPNPSSVEEVDAEDLE
IDCKHYKRNNIIKSACCSKWYGCRLCHNEQVTDHGIDRHQTQTMMCIHCKTIQAVNDKCINESCVEFKETFYYCPICKFW
SDDKEKDIYHCAECGICRVGKKEDYFHCDRCKLCFPEKHDSDRNCLAGASEDKCPVCFVYMQDSRESVHIMECGHGIHSK
CFKEYQKSGLSYVNCPLCKKSILKPEQQIEYNKMVQAAIDQNKMPHTMRKWTADILCNDCQLKSSTSYHFYGHKCSSESC
GSFNTTITHVEQTKNEDPEEENDNGSENTAIERVMELLTATTIETNNTTGEEEEDLE                       
>Contig10156_Pirum_gemmata_fr2                                                  
QQQQQQSSSASQSSSAPPNTNTEAEAEECIICLERLDAEPAVITNCKHKYHKSCLDNHLALRQNCPMCRAEVSSSTYKFF
KSNIVQPIVNSNTAGGQLYTPSNIPALINNMNRKYHQPVAWQLFYRKQKVGDSDKVVYFLQQLGDKHKPENSIHKRPNAY
PREIRGSIVLSALITLTAVVGAKAARALWKFAPITKIIQKAKSYTQKGRLMRYHDNRLKELENKIEENEFLYKHGIITEI
EHTAEKEKLWPEIVSLRNLLTSTAQPLTPNP                                                 
>Contig27767_Pirum_gemmata_fr2                                                  
QYNNTTVHYYV*YIHTIQQYSTKYTTSIPENVITVI*CDLIQTKNVHAGTNKVIHSKSQIYRKKI*N*TSKIINLNLK*K
KKNKKLSNSYQKLFLLLKLTKKIFNIMVEKKYRLFANFD*FLEFSSINNFQRSKAAMFTFFLTVFAIFSCLFPSPVVSQQ
GVGLITVTESILESNGTVSTKREIFQGVIGAGSGLNIVSNQKFSQYAPDPYACSNSSVNVSSVENVLLALRGPPPNPNAC
SYTKKANNAEYAGATVLIIGDYADSSTLSTPGTDNSNVMLILVTNADYQELLTLSAKNSTMNVQYKVDNPNSFLINFKYV
VLLISFLLIFFLGFLVAGYLWKRRTLRRLQHEVEIRMEVLRSTRRTNLNSVPVVLYKKPTEEDDPENSDAIFCSSCAICL
DEFEEGDELRRLPCDHTLHKECVDPWLLEKGTCPYCKMDFITKKYPKYDEEDNCIEDALQIDTIERTSSEENVESVEDED
LQQSNQHVAVVIDEHEENMNNDVTMQSCAALQSNPGVPDSPKNKPCNTKEVTSSMDLATAASQRIERGSSNADFEVVEL*
TIHKRSQLIGESPKISWKCRFEKS*DYRTFRQQSM*SSHK*KECKVKTNTHKKSQNKKKMLKYSICSNAKKKKNKQKKKN
KNKNKT                                                                          
>Contig59105_Pirum_gemmata_fr2                                                  



TTTTPPPLISSTTGASHVDADYVFAQMLQAQFMREDGSARSRRAQIRLMLLQSLPTMTFKRTEGSSREEEECQICRFPYE
DGDILKTLPCIHRYHIGCIDPWLRMRVTCPVCLHPINKPTNGADETGNSSFDLSNDSHGGDDDASGGSENDDDDSDDSDD
DDD                                                                             
>Contig59106_Pirum_gemmata_fr2                                                  
LLLL*LFLCYQTLLLYCIIL*AQFMREDGSARSRRAQIRLMLLQSLPTMTFKRTEGSSREEEECQICRFPYEDGDILKTL
PCIHRYHIGCIDPWLRMRVTCPVCLHPINKPTNGADETGNSSFDLSNDSHGGDDDASGGSENDDDDSDDSDDDDD     
>Contig59195_Pirum_gemmata_fr2                                                  
LVLVLVL*FYL*PCFLCVVIDVTNKTMGLCKKCRVVTDIFCFEHKANVCDKCILEHHERCIIKTFMQWLQDCDFESICLI
CNQDLKEGELIRLCCQDVFHWDCLNKKFEKLPSTTAPAGYTCPACQACVFPVESVDSNVAKALRKKLATTTWGKILTVPT
TSSATASANTSMNTSMNNSARTYNEHIINMNDNKSGSNFSNMNIAR                                  
>Contig73392_Pirum_gemmata_fr2                                                  
RVYIKVLEQHESAQYFVEGEILVFNNNHPELAFFENELESIIATCKTAVLNALSNPLTYDTESLRGVNVAEFSYSWPRLL
LSSITSLTNGSTNRYTHEKTDTLIHTFLYEAQVLMQTTLTAIKPLNDQRLAGIVKNFVKHYMEDENAMTKLKKKLEEDEC
AISFDKFSTLSDVSVTGCGHLFETSHLKDFFKTHPEKTECPVCRQSLRTTSPKGFVNVQEVLDGVKK*KFKRKA*NY   
>Contig79024_Pirum_gemmata_fr2                                                  
RDYWRIARNLEDKYLDATPQELLDYDDNCAICRETMKTGKALPCGHIFHVFCLRSWLHYHSSCPTCRRSLLDTTNQTTQP
RSGQRNTDTQQQQQQ                                                                 
>Contig11031_Pirum_gemmata_fr3                                                  
*E*ERYLPINKMGDNTDCSICFDALISDLATLPCGHVFHETCLKDYVHKCRKTRCPLCNIVFKENKIIKLFQIPEIISHY
REQVSAGGGSSNVSYKDLDIEKKIWNDQISRLKTENEFLKTKEDNRDSEVLKYKQNFEMKCSELAGKYDQIRDLKGKISV
HLSNENSWEKEKEELKKKHRVDTEYYEKEIANYRAVTKTYRKELEIKSNNLRMIVGDSDATPDGDVMVNVLNKQVKENKQ
LRKALADLRHEAGLQSKKQIQSEAQVNNLKRRLLSYENREIGNPQNERISYNTGNTDVKVKKNSFYEDVFNNNNNNKSKQ
PQIAATGFSF                                                                      
>Contig15499_Pirum_gemmata_fr3                                                  
YFLIIYKICYFTGVFGYVIIVFQFFGIFNAMTIESRTVIMKYALLLLFFGLYYGCVVRDFAEICAERMSSTIGFYTVSGI
PKKKLPDNSTCCCVCGQDVGGDDFIDKTVKLNCNHKAHEFCIRGWTIVGKKSTCPYCKEKVDLQKLQKSPWTNNDVRFAV
LLDWVRYLVAWQPLIVIISRGTIKILHLH*V                                                 
>Contig15500_Pirum_gemmata_fr3                                                  
*PLTLTLSLY*FYTVSGIPKKKLPDNSTCCCVCGQDVGGDDFIDKTVKLNCNHKAHEFCIRGWTIVGKKSTCPYCKEKVD
LQKLQKSPWTNNDVRFAVLLDWVRYLVAWQPLIVIISRGTIKILHLH*V                               
>Contig15522_Pirum_gemmata_fr3                                                  
IVLFHFFGFPYLNYLTMASSKCVICLEPDPQISTNCCKHAYHISCIFRWSIKNDSCPSCRKSFNQTNSIKDKEELLESVI
YFVQLLSAQEQENENENSHTTTDLPPPQRQFNTNGSHIHYDYDGVQFVSY                              
>Contig19492_Pirum_gemmata_fr3                                                  
MTHGLSIYGLVYF*TFGYLTMSKRSNEE*KIEITNKVSVTIMSISSFFVNNSSAGRTGNGIFHNLAYTPATAPPQEAIII
ENSAGAVPQPQIQQLHVHDGVGGENSAALAEPIVEVVDLVDDSSSPDDDFQTPQAKKKKTEEPDAKGKSECVICLAPINS
VGSHRLVTTYCGHIFGMSCISEWLEKNRTCPICVSTNPKENLVVIRGGLNKIAPVDNDENELLKNKIEQLRTEMLAQKVK
LTQKRESSERQLKLIKSDNENLNSKIEGLLMVKNCSIDFEFQQSIIVSENNMARVMDFSQSREHLAVTKETFKGVKQWGV
SLLDIETQTLSILPFKHSCEIRDLRFSSSSDMMLSVSLDKTAKLCDLRTFGILSEIILPQKAMSCTWNRRKDHEFYTGLF
NGDVALYDIRNGSKLLETIATNKRSVCSVHSFSNGDILTGGLKGVAYFQNRGVSFQEKALKFSQNQLCVDLCVGMDDSVF
MAKFRKSHSRPYVFYSNFSPRRAITQEAENSFLTCNETMSKVMSRSTLFTEHGIIYYCTASEENKSVDIWDLSRNKIVKR
IANNHNTDVCDILSFDGKNNKHLVSLTPRIIQLYKIKNG*KGLQNFKLDLFYPVF*VYSIPHIV*EWI            
>Contig32814_Pirum_gemmata_fr3                                                  
LDNLKLPTKLNGCSHLFCLLCIDSWSKVSSACPLCKA                                           
>Contig59235_Pirum_gemmata_fr3                                                  
THNIHTHIHTKTQ*EVMTRDYRKFLSNSMESIGSNCVSESDENVESVRSYHCEKSKVMGCPHYKRACKIRGQCCDKWFVC
RLCHDEAMTHQIDRYSIKEMKCMYCDTVQEVAKSCINCKKDMAEYYCDVCHLWDNDDEKKIYHCEKCGLCRVGQGEDYFH
CDKCNVCMAVNLKGKHKCIERNLESNCPICHEFMFTSTSTIIFMKCGHCIHHSCYKKHVETSYTCPICVKSLGDMTEYFK
KIDAVLKSHSMPPEYQDSISEIFCNDCEQKSSAAFHFQFHKCVHCQSYNTAVTNVIHPLKNTIPVMGPGA**RDMISYNV
SSKIVLSTILKAIIVFSKKRRKTKKS*VLMIILSICTDNNVAHLCK**QPCSSAQIIVLPLTVHFLKTIIALKKKIEEKE
KSSVLILILSIYANDNCAHLCK***SYPTVQITILPICTNNNNPVYLCK**LCHLCK**FYPSSQIIVLPICANNNAVHY
F*KQSLGNSFKKKKKKSSAQIIIMLSIIIIIFLFNPVYIFYKLKFTRCYI*QPSSLKH**VVFLY*RNKNPPPPLT    
>Contig59237_Pirum_gemmata_fr3                                                  
THNIHTHIHTKTQ*EVMTRDYRKFLSNSMESIGSNCVSESDENVESVRSYHCEKSKVMGCPHYKRACKIRGQCCDKWFVC
RLCHDEAMTHQIDRYSIKEMKCMYCDTVQEVAKSCINCKKDMAEYYCDVCHLWDNDDEKKIYHCEKCGLCRVGQGEDYFH
CDKCNVCMAVNLKGKHKCIERNLESNCPICHEFMFTSTSTIIFMKCGHCIHHSCYKKHVETSYTCPICVKSLGDMTEYFK
KIDAVLKSHSMPPEYQDSISEIFCNDCEQKSSAAFHFQFHKCVHCQSYNTAVTNVIHPLKNTIPVMGPGA**RDMISYNV
SSKIVLSTILKAIIVFSKKRRKTKKS*VLMIILSICTDNNVAHLCK**QPCSSAQIIVLPLTVHFLKTIIALKKKIEEKE
KSSVLILILSIYANDNCAHLCK**                                                        
>Contig81271_Pirum_gemmata_fr3                                                  
FFYFFLILLSTIFALIFLATSLVASAIVRFFRRKMSETNTSGTSLQKEIMAIAMDSKMTQAEKTKKIQLLYSKLPNPSSV
EEVDAEDLEIDCKHYKRNNIIKSACCSKWYGCRLCHNEQVTDHGIDRHQTQTMMCIHCKTIQAVNDKCINESCVEFKETF



YYCPICKFWSDDKEKDIYHCAECGICRVGKKEDYFHCDRCKLCFPEKHDSDRNCLAGASEDKCPVCFVYMQDSRESVHIM
ECGHGIHSKCFKEYQKSGLSYVNCPLCKKSILKPEQQIEYNKMVQAAIDQNKMPHTMRKWTADILCNDCQLKSSTSYHFY
GHKCSSESCGSFNTTITHVEQTKNEDPEEENDNGSENTAIERVMELLTATTIETNNTTGEEEEDLE              
>Contig9570_Pirum_gemmata_fr4                                                   
AR*NKIKSNIIKFKTREKKLYIIFFCGYLATRSI*K*NGQYYFVTARVTRAMPLYQRGINVLL*LLLLLLMLVLLFVLYE
*RIISTMPDTQDECPICLEELSKIPKKEITRLPCNDTAVHRFCVVCLQNWLKHKTEDEFECPICMTKHKVVTWKKKLNIP
LGPSPTLMSVQLQQQQQNQSHFQAQQLQIPTHLLLQQQQQLQ                                      
>Contig10369_Pirum_gemmata_fr4                                                  
VNPDIYI*NWLVKMTTSENNPKIRCKYFMHGACSRSNCTFAHDAFAKEDTVCKYYLLGACSYGSRCRYDHVKPKQTTKPS
SSTTNLSQLIQKKAKSNLKETPKVIQKKFEEQNAPESYAGLLKDNLETTENNSIEKNKLCPFASSGKCRYGDHCMYLHGD
PCPLCNGLCLITGDAIQNKAHMLECERKLKIKNAQKEAKKRSKGIECSVCLEIVIEKENPAERQFGLLRGCNHAFCLTCI
REWRNKNSSNNIVRCCPLCRVESFNVIPSSVWIDDKDEKEIIFEKYKENLGTKDCRNFDFGNG                 
>Contig10370_Pirum_gemmata_fr4                                                  
VNPDIYI*NWLVKMTTSENNPKIRCKYFMHGACSRSNCTFAHDAFAKEDTVCKYYLLGACSYGSRCRYDHVKPKQTTKPS
SSTTNLSQLIQKKAKSNLKETPKVIQKKFEEQNAPESYAGLLKDNLETTENNSIEKNKLCPFASSGKCRYGDHCMYLHGD
PCPLCNGLCLITGDAIQNKAHMLECERKLKIKNAQKEAKKRSKGIECSVCLEIVIEKENPAERQFGLLRGCNHAFCLTCI
REWRNKNSSNNIVRCCPLCRVESFNVIPSSVWIGLLTLTLTL                                      
>Contig25462_Pirum_gemmata_fr4                                                  
RFLYSLKTQVQVREFISGSQVGCSICLENELDNPHVTSCGHLFCRCCIDNWLNRNHRNCPLCKQTQSTLPVSVQDLTPLI
QDEIISP*IL                                                                      
>Contig29892_Pirum_gemmata_fr4                                                  
NHHNHHNHNYNNHNCNN*SKQPQPQPQQNPNVHVFGMNGNGLNAGDNVNIADIVNNALSGAFGGNKTSFTTSTSTSSSSS
VSSNQPKVNVKVDVKGDSASASSSASASASSSDCSDSEIEEEMISKMSVKELKAKLAFLGVEYSDCLYKVDLVKRLKEHV
LSQIDEVPEEKEESKVEDPWASLPARLQPFADTYDGVPVPLSTEGLLSFESQELTEEMYLESPECAICFEEYKKDSSVPE
CVLELKCGHVFHDSCIRPWFSHANTCPSCRVCVEP*MN*LLWIVENKLFAKRCNLYC*ELLVVYIWRLI*LLQNTEFYKS
E                                                                               
>Contig40750_Pirum_gemmata_fr4                                                  
RNLKADKETLLKDLKASYKTEKCAITLTSLADVDPKDIIVTKCGHLFLESVFKTWFEKHKNCPMCRHKLYPNDCVFESYG
GFNTFSETNAVQFNGVTQKYALAPMCNNEDFRRLSTVLEYLEFEITMGKLTLPNPQLGVDNWVHKMTSVSNNVFYSALCA
AFILTGAAIIRLIVESIWNRRGLVTRITDAFFHSDGHSQFHCDATKNLTISTEYDGQQKKKETILENIYSLNKFVTQLDQ
TQKVEFTCGNRLVHIHPR                                                              
>Contig48907_Pirum_gemmata_fr4                                                  
CGHAFHTECLTQLRDTNASWNNRCPLCRHEMEDSDSNAMAL                                       
>Contig74622_Pirum_gemmata_fr4                                                  
LNPEQHEQIDGFENVETCAICFDDLVCGGVDDHKTNCGHHFHVSCLQEMSTACIEEVRKKCPMCKTTLLTRTNIPVIPEG
RGKNRKTGTNAGRWQQIQAQVRDGLSILPLASIAAAIQYGAEHAPAAQAAHAAGHAANMVATHGAAALLLG*GFNFRKFK
FLLVIVQCRYL*YNIILGV*VIGIKSITKMLHSKIKVSGGINILKTQ                                 
>Contig3557_Pirum_gemmata_fr5                                                   
KHFTLAEAGELVTELTTQLTNQTYECSVCFEDIKRKDYTWSCQASCFMLFHLKCIKQWAQSSKTAVSHNENNPDQNNVSV
WRCPGCQYEYGDVPKRYLCFCEKQSNPSWHPANTPHSCGDVCGRLDPTISSNVEHGDDYEVMTCTHKCTLLCHPGPCPPC
GSYVTQYCLCRGESKRVRCGDTVPKIRCNTVCSKILNCSTHTCKETCHAPGKCQPCSVTQMQKCYCRKTKRESVCGSGEL
DIFSISLAEKENKDLHNHSEKNNQDTTTTTSPKPPIPTPPTTTESTTTTESTTTTESTTTTTT                 
>Contig23769_Pirum_gemmata_fr5                                                  
AKWSREDKQECCICLDEFETNECVRYLPCLHVFHQTCVDSWLARSLTCPMCLTDLCESLPGDLVKSYIKHRKAFENLSLS
QSHPRLWYETGPSFLPPVTPNPTPNPTPNPTPNLVSAPRIRASSSVEASLEKINTR*MQKRR*SELKNLVYVFIYFLILV
IVNLEAILLYVC*CVCMCMC                                                            
>Contig25202_Pirum_gemmata_fr5                                                  
DDYDDDNANCIICLEDFVNGDILRVLPCSHGSNFHQECIDPWLIDNRTCPICKMHIMAQLKRKHSSTEEDEKLLDDESDD
GNSDHYYESLSDYDDDDIDDTDTDTDNDFYNNNNN                                             
>Contig52951_Pirum_gemmata_fr5                                                  
VCLEYYKYEDIVFIDPCFHCFCMDCIEEWAKLSRA                                             
>Contig58380_Pirum_gemmata_fr5                                                  
FLSF*IFDKQNNKKIPLLLEIKKLKQ*LHTINNIPIIKRLTMSNSNDTFDSNSGNTSDFLAQLLLSQMLGQSVTGEREAI
PTNKNVLKDLPTTEITQEEIDNELSCSICLDAFKKGTHPVRLPCFHVFHKDCVIQWLEKQNTCPSCREELLTEDHDYNEE
LYRKKIEKKEPPSSMYG*FVFIIKHSLVFGLVAIMHFSNKKLKNYSKTQEIIFLVLISHYY*ISSIF*TEPTHLPYMIHS
ICMWYRILLSLFVEVADFRTCDYQ*TLLVVLVVKTNTPVSKKLKFVDINVVLF*G*KFYEIRHAKSQNPPI*MKILPIV*
LRKL                                                                            
>Contig16747_Pirum_gemmata_fr6                                                  
LGPVLSSIKNMRVVQEPSADTYVVLIEFRDQNSADDFYTAFNGVQYNSMDLTICHVLFVEKLEAMNCKDAELRPPYGITE
LPSCAVCLEHLDEKTTAIFTTLCDHSFHCKCISGWKPRSCPVCRHAQTPKDVNECADCGSRDSLWMCLICGYIGCGRYLD
RHSYQHFVDTQHTYAMELDTQRVWDYVADNYVHRLVQSSTEGKLVEVGSTSPNAVNEEKVDSLALEYTYLLTSQLESQRL
YYHEQQEIQDREARGSVKKMEEKMGKVLQENKRLEKQLK                                         



>Contig20397_Pirum_gemmata_fr6                                                  
KFAAEYEDNPKSSALYKFFESSMWRVCKSDVEDQIRLPAQEEIIHRLKMSDIELHYYNDCLNNWKKEKGTKLAFQTLRQA
CVHPQLGAGNKRNLGDEVKSMDDVLLTMVYRAKEVRENYERDLVNHLRNIAYSFEFTENYTEAMDCYITIMRFYHKQLEE
REDHWIPTTTKHIIEFLNEKMPIINSTFKSEQIVEVKAHYQLTEETKQLLIPYEQGYANNKVKEFPGYIHRFMFNIASTY
TILFENEPGSENMSRELYKLAEDVQQRLTTEPHKKAMELKKELQMKIIPGDFEELCEDFLVKEDYSNEENRFKNRFYKIT
NFVNKLNSNITKLLHTREKLLRIVLEEGPLHQDYTEDAEKQNLALKYQEEYQILLKKRGILLYGHFDVADSENTVETFRN
EENYNFRRYRQELFNPLLASTPAHADADHFNEVFSECIKVIKYQASIVRKFHSEYTLTNKLMKQRIIFFARLQALNDAVT
LPARPDDAVAFRRKEISSIRRLQTAMNRTEANLRYLDNLVHEQLVDHNVKQTCMICLVDPDESTLLVLTTCGHIYCQDCL
KRWLNVHKKCPTCMKSLSLSSYTRIATHEQP                                                 
>Contig38614_Pirum_gemmata_fr6                                                  
LDGEKHVVTKCLHLFCEECVNTMLDRTDGEMDCPLCRKQLTKDDIYGVHELLEFENEMEGIAQAASDVTSSTKIEALIDT
ILKIQSNPETANEKIVVFSTFTSFLKKIAVQLDRRNVTYLTYDGKLNLKERAEAVKKYKSHNGSIVFLMSMKCSNVGLNL
TVANNVFLMDCWWNPAAEDQAIDRVHRIGQTRDVQVYRLTIEKSVEDRILDLQKEKKGLISAAFGEDGKNSFRANTRLSI
RDLQYLFSGGGDD*LLLRLGLGL                                                         
>Apar_comp3586_c0_seq1_fr4                                                      
FPSTCTNFDFELQSVLECSKCPYMFNNTDRQPLVLPCAHTFCRECVLQSITSTPSDPRAPATVVCPSCRS          
>Apar_comp6152_c0_seq1_fr4                                                      
GKDKGAVFRFKQLLSFRCFSFCYLFSYCVLLALYTHNTRTHTHTHKTHTHKQIVVYNF**IPLTQARLSPSHDRQNCCFP
NNDLMTCSLFSCCFDDMK*CR*AIDIA**RFIPSYLTP*SCSTKLGHMSF*LSKLFKIHEVAKSIFFLAPRSSYTVAAFS
T*PSHIYTQ*RSLSSIAISQHNMASHTLTNVADLGDCDDVCCPICLGEFSPRFVVRTSCGHRFCEPCLEKLLRTRRSAGC
PVCRAAFEEYEGTPALFLAGDQIYYKGASGVKFAEHHGIYIGDNTVAHLANGESLTSSQAIPATSGLIGMDNAQVTTCT 
>Apar_comp7254_c0_seq1_fr4                                                      
NNSQRKTTTGTQRETYYGACGTMDVLEREGSDLEFLRQTLRTAWPGGRLVCCVSLVMGLALFHSFLLFKLLWLWLLLAFF
FSFIRGISAHQMQLRRLGPLLSSTIDPVNLRLTLLDRDFTENDYEALLALEDSPYAQKCGGVSTDVFQKLPSAVVSSDWL
REASLGPGFTSECCICLEEYGVGQRVRALACNHRYHLHCIDTWLASSPCCPICKCSVVP*CGVMIRG             
>Apar_comp11907_c0_seq1_fr4                                                     
RGAARPRPGGAPPAPTPQPMRTTMAVWGNGDWRGAGASSGVTESEDTVSFIEQSDDAEPVLGRMVDEEAENCYCGRGQTK
ECPICWEPMEGGRSLFTTECGHMFHFSCLQVNYQGGNVACPLCRSAFYEPPVILQDRTMSPEWFFADITREEAEDLLNSD
GTDGCYLVRESRSTPGQYCLSIRHSQNWHCRIFTNEKGEYYLTTARTFKTIADLIHFYTTSCSLHSSNGFYVKLARPVTR
SGRWAMPSSAPPSASHHPPPGPDTTDP                                                     
>Apar_comp11907_c0_seq2_fr4                                                     
RGAARPRPGGAPPAPTPQPMRTTMADWRGAGASSGVTESEDTVSFIEQSDDAEPVLGRMVDEEAENCYCGRGQTKECPIC
WEPMEGGRSLFTTECGHMFHFSCLQVNYQGGNVACPLCRSAFYEPPVILQDRTMSPEWFFADITREEAEDLLNSDGTDGC
YLVRESRSTPGQYCLSIRHSQNWHCRIFTNEKGEYYLTTARTFKTIADLIHFYTTSCSLHSSNGFYVKLARPVTRSGRWA
MPSSAPPSASHHPPPGPDTTDP                                                          
>Apar_comp12699_c0_seq1_fr4                                                     
VMQEEGKTRRGHML*SEGVEGKNRFVCIWG*LHLAAYSLWSEH*TLTVTGDV*PQNIWLLIHFGQSTRH*LLQETCDHKT
CKQSNLLCVRSLLNVILDKESVFSCFLSLKVMR*EALRPDGAMEAPVLDRVRSKLLSLQAYTALSVVAAAAAISHAVQRV
GVWPSGSHPLLLVMGAMFRDKLCVVTMVNMAYTLLLWLAKALQAIIFGQLRVIESQHMYDRLLNYLMYKIMFIGAILEPD
LKELVVWTTWFSFLGFLRVFSMLARDRFEYLTFSPTTPWGTHVRILGLLCGIQGLNMAWLAVCLAVFAEAGISIVLLLTF
ECYTLFLDTLQTQIKYCVHLHDLAMPGTWEARGVFVYHTEFVTDTLVLLGTLVHYCHVMTLHGMAFTLIDAIIVLNIRTV
GQSLAAKVKGYWNYRRATRNMETQFHDASASELQRYNDTCAICRDHMQAAKCLPCSHLFHLSCIRSWLEHHSSCPTCRRS
LLEPPSDATPNHIPNQPNTLVGRMGQWINSALGLGEDTQQTVDPQWVERVVELFPNIPRQTIINDLAVSGSPDRTVENIL
AGRLPTPQAPPPQPPPPAADPLPDLLRPLLPLDTIPRTLQELRAAAPPLPRGLIDTQQGDSSRLLSAGTHSGPSMLDGGR
EVLVARHRARYLARHPPLTTQPSPPSSPIQRNPDSITTPRPFTLPSWLSGSSPTTHTSPSAPTHLPNLASPPGLRLRATS
TSLTNQQTATNPTRSFLGGGLLQGPNSALVGNPFPPSVQQEPGENEGDYSPQNTPPSRL*PL*EWVGVLKGYIAACRLCG
VALMYSVLRE*HRICTAQPVGWC*KYARKCDWSDL*LLPCLVQPIIYI*YIMDITCEMCFAVESCSVFVLVLRVCNQVLD
AET*MTTACLLAIIIALHTCDH*LKHRAPTVDFEILK*VLSCCAHPFIWYRSTGGSLGKCFE*ICPSAPAG*IP      
>Apar_comp14810_c0_seq1_fr4                                                     
GEGGEGEREGGEGEREREGEAVGEGNAEVGGRSFARRLNASSREAVREAAVEALLQVLLGAPDDAGGPNPFLRALNIRGN
PGDYVWGQQGMDRVITELMEQRPEGGAPPASEETINTLPCVLLTSDHLGGEAKECSVCMEVWVVGAEAKSLPCSHLFHND
CIVPWLERHGTCPVCRLELPGLAANTETSTS*GRYSTWWVWVVGGVCVCVCIVCVCVC                      
>Apar_comp16108_c0_seq1_fr4                                                     
RSPLRSSTVPEREFPHLGGVSRYFPMGSGEQEEQTLRQESDSDFDEAPIEEEEEEEAEEGDNMNMEESSGEEENLNQGLP
LSGYTSQRQRTDHERKNEEEETPKTNTPGQARSDAVEVGTDLPERYERLDSAGLTVPAELNTASDDEFPQKRSHSPVKGS
QSEFQSQKRRKTPDNQLTVDDVDAESYSCVICMEPWTTSGKHRLVCIKCGHCFGRSCIVRWMKDSKKKNKSARCPQCQMP
TNPGHVREIYAPVLLAAVDTSDMVAVTRELDAERELRIQAEREAARAKLQAQLLQSQTEKLKQEVEELRRRTVPGRPLGP
DTTVGAPSANQKETKGPGGCYVPQATVEVSKEQKARVVDFDSQQCVFAVSGEVKPQMAHFTKHKFGIQKVSATDCRHTEY
IGLHDGAVRDVRFRPAGGYLLTASLDKTARLSDMSNKNVVHTFELPHGAWAVNWDPFDPNLFYVGMEKGLVVTYDIRQPD
RHVSEIRTDLATVPVLNVSPLPHINVDSVGLSQSPCLPGSNPTGNSGLLIGCIKGARFWEKKGQTNYEPHVMQLPDGACA
WTSAAPYTRRCLATLRPGAQHPNVRYVIFDVGLEGSSVVAQFEAGNTMRTLSRATLFPSPAKSQNHFLAAPDEASSTVLV
WDVASGSLVQRLPTRGPGMDVKAYSHANGACLATLTMSHLMLAKWVPTC*LGLFTVRWHVYARTHPYTHMRTSCVCTHTD



THTCIHMCMHMGTHLGTHTL                                                            
>Apar_comp16208_c0_seq1_fr4                                                     
PR*EGGRGRSL*DSRGEGERRERESLQFDKTQTKRSLTLRSFLVFFFPWFGRDLALV*RCVKQNVLGSRQVQVTLII*PC
WHKFNTQHRSAA*CC*RSQPRRMDDSELETELDLLRSIYFEELDIGEKEKDGHRTLVMRLRPQTGMNEDEVFVRTDLRVT
LPPKYPDDLPSIELFNMRGLGDEDVSAFMREMGSVAEENRGCPMVYQMFELGKEHLNQLNQAPRGECVVCLEGFSRGSFM
KTPCYHHLHVPCFSSYVRSEALDDKDDNVLVRKKKKAPKEPISYPPEIPCPVCRAPVPTEGYTTQHKERERLAREEHFQY
VPDARMVLQQQWMQRVYQQQMEAGGIINVERERARFHLDSATPVYVDTGAKPATESEPPAPSPDSSKPPTAESQPPNTST
TDTSSTNTNNNTAHARKHDGDKKPHTHSHSHRGGRHRTGRGGGESSRQYGEGNGREHKHERGGGEQIRAHTLSGRGAEGE
KRGDTKTQNTGSSSVIAEDSNNIVKEDMQMRAGEPKQASKGETKQDRETGETVGGDKTGEGGSGSQNTTRGEGISKGGNE
RNSRGRGRGRPTQEGNTDRSLAEGHVTLSATTSKDANALPTSTNTKAAPVTNENTQRKSEAVKFNTTVSAGIVGENEGKT
AGGLWSVEGANRGGRGRGGGL                                                           
>Apar_comp18400_c0_seq1_fr4                                                     
LKGGTTGKFWFCLSLAIFTLKISRSCVPF*LLARMASYFDDHQEREADRERRLNMENAGFDPTDPESILAHLGVVTRNQQ
PPASKAVIDTLPTFKITAEEFAKGASCAVCMEAFPLNAHPTRLPCFHLYHRECVVEWLKRHNNCPTCRHELETDDRLYND
EKTRERVESRGPPPSMFG**IQNLVSFLLWLNGRLYMVRGHPSSMLTFG*FLSFH                         
>Apar_comp18464_c1_seq1_fr4                                                     
KEVKKRKNLLQGKLLSTKEDIDKRVIVGVQSDTTCFKGLMEQIKAAKDRLDYNHPDDSLLNTVLRTAAKYLDSQVDALKQ
LEREIADMRKLWNARILFYRKLQELSDAVAVPEILQDLEAEMMFASQAETHCRLEVERNTGQLRYLRNLLQESNGGTILP
QCSICMGEGDGEVAPVGVSKHVMTPCGHVFHTVCLRMWVTSHRTCPTCKHRVLLDQLAPVTCGQSDAANGAPHGNGIGGE
EDELPPFLSRAHSVQGSYGTKVETVVRYLLHLKRTEPGTKSIVFSQWERALRLVAMALEENGIGFVQLQGSTMKTAATAF
KTDPSIHVFLLTGKQQSSGLTLVAATHVFLLEPIMNRAMELQAINRVHRIGQSRDTFVHRLVIRDTVEEHINNYQPANGT
LTVTRESDPIQGASGHEGNSTNSEDGDQQQQQQQ                                              
>Apar_comp18816_c0_seq1_fr4                                                     
NVDSDEVVMMSSVDGVISLPVISIDFRSGARLFQLQSLFIRSVITVIAQNDRPNVPLGYTVSSFLQFFLPSLLAAVLIVF
VVFLGVACYKRRAGIAIARVPPPPTSSSGEEERRKARQVAVDKLPAVAYMKPTPESDPENTAIVFCSGCAVCLEDYTDGV
PVCMLPCRHTYHVLCIRTWLVDKGTCPYCKQAVLGGSADPKIPAG                                   
>Apar_comp19577_c0_seq1_fr4                                                     
KGARETMLVEKAGGK*KEMTTTVPVCKFVQKGAACPFGSGCWYRHDVPVNTSPPAPLCRFFLRGHCKFGDTCTNRHTSEP
TKNQTSGVTVVARKICLYFNTTAGCKNGSACRFEHSAEGQGTEELECAVCSEEIVSAGRRFGLLPNCDHCFCLDCIRGWR
EKGGACYDNKKACPVCRTKSNYVIPSSSFCTGEKKKEIVKTYLQVLGSKPCKFYQRDKKCPFGSSCHYAHINEEGVDVKK
EEPTMGEKWHQRQRAARLSESSVGVDEFRTWGSSELLSVLMNLDEAGGLATFDALYRLLAEYEDQAGLNAFY**V*VDVA
KYRPGLQKRSRLGRARNDARL*GMFLCLMSMKYKKVSIKNIKI*NLTV                                
>Apar_comp20443_c1_seq1_fr4                                                     
ALIH*CKGLQGFFFHVSLCTQWKSSNYMCHRIVSLLQGLR*VNSLLLRTDHPDSIFYNNAPQ*LSYAVNLLPFFVH*RKK
EILEICATLLRSPVVPNLLQVIGHTTHQVIIPYVVLLPYESSKMGLCKCRVVTNLFCFDHKCNVCEKCLVEDHPRCIVRS
YLQWLQDSEYESICTLCRGSLQEGDVVRLICYDVFHWECLDRQCRAMPANTAPAGYVCPTCTAQIIPQPDLQSPVAQVVR
NRLTAVLWGKLSAGLPPPFAQPAPPKVPQVNGRPEAFGHSASPVPPADVTRGPDPGFADPRLIRYEQEPPTRYASSTVQI
ARDSPQPITRSHSTSAPSGSFVTRWKRRLGIRPIALMGRDFSRVAVLLMVVLVMFLLFRHSGE*FLLVCTRVCMLRVCTC
VRARCVHVSGHAFSCN*DAPI**RLEPGRENAW*GRGARVFVVC*MSTSVLMWH*EKSFLS*PFFLFFGKGGRGGGGGRG
VFFFFGVGS                                                                       
>Apar_comp20480_c1_seq1_fr4                                                     
LAMAAVFVLVWLFLQLMVCMTERQCCGFVPCLRRRPIPKLSAMEQRLPVSMYAALRPCRQDTCVVCLDPFQPCDNIRVLP
CSHVFHKCCIDEWIKLRHSCPLCKIDTRYGAMPRLLSACPPDGSPLLGL*NFNLKKSKFGWVFFSCHSDMLQLLSLRILD
LKKQV*VGFFLPL**VGIHENMKSRSETIFFHRKRWFCFPQV*YVTAQGQ*Q*NNSLPLVFLHPDTKLEVTTPGGKIFGF
WNKFLLCCSPPCSLQ*RAGACNLK*RMIMHYGCAYKYTREGWADA*IMYGRG*THTPSFFFHFFSFTLIFLVSGPP    
>Apar_comp21536_c0_seq1_fr4                                                     
RDEISRGTDTQPGRQKTHRHRHTQREQGAMQPGHYVLLSGAATGLVVAHALAQKEQFYLACLYLVDDRTSVLIMYNAALV
AIACVWTLCRKAFFGPLRAIEQEGVYAKTWLTVVDTCLAMSIFRDEFGAGAFFQFIALLFIKSFHWLAAERVDYMEQAPA
LGRLFHVRMQGACTLLQLTDLLMMWQAANSVLAHGPSVSILFGFEYAILATQMFGITCKYVLYSVDAQRATAMEDKATYM
VYIEIATDACRLGLYAAFFGVLAHHYGLPIHIMRELYITATTLLARITGLLRYWRATRNMNERYPDATAEELAATDGICI
ICREDMTAAKRLPCGHIFHLACLRSWLQRQQTCPTCRMSVLVDQPARATAAVQQQRADRLAPQQPPPVAQPPAMPPGPPG
MPPLPPGIPPLPPGMPPLPPGIPPLPPGMPPTMPPGMPPTMPPGMPHMPPVPPPAPAGLQPPHVPPVPTDGPSQPAPAGP
AGPSQFAPTWPPFPPAGFPPFAPMLPPFPGLGPAYGAGPSVDGLSAVELGRLVASEEQRLVARLRLLQEMGAHLEAVLGM
QATYNRTYLQGQEQPNEQ*TNEGCGSQGHTCVAVPK*LSVRGYVCVACRANGTVWLVCMCVLHGHVCVAVVDDRCIRN*N
GVICYLAPLGYWLTLSSNFLLQMIGVLNNYIIKIIGLEGHGPVNYRHYKRCVSNPAKLPTMGRPRVVVVKPTPGN*DTIS
ICVSTIIATTGNGV*LYKNRIFICKTKCSPVSNKILFGLTLQLKS*PG*M*FLYHTRTTRPTAG                
>Apar_comp22620_c2_seq2_fr4                                                     
KEIPTSFNVPYTQSHECSVCLELLARPTVLPCGHCFCLLCVRSLPHNNSLCPLCCKPCQPNTQEEFKPFAELLETWFPDR
YRERTHEIDLALNNMNQPQNAHVPPPAPAPPVLAAVVAAAAAVPVQPNVGVAEDGGDLGVGHRPREPRRRRNRGAGVGRG
GDCLHCPTHCP*SMFECEICVHLVCKFDFAVFAF*SIRDNPFPDNFEMAGRL*DGQ*RGKF*TVYIFLYFYVRSKCFSHL
MAMV*PQMK*RSNSSHLPAQE*IP                                                        
>Apar_comp24003_c4_seq1_fr4                                                     



FDENCANG*RSEAYLHSW*GVTKQAVRARDITIQRDA*TVGLTAQMRVQLRAKVRNVQEL*ESHPTKKAARGT*SSYTQC
IGVFYAGPR*GPNTYTARSKMERSESCIESELLRPVAKGCLGGVRLVAGAVLLTVVAVCQSLLLLKMLWLWFGITFLISF
VRNVLAHHRHLRHNGRLLTSIDPVNLRLSLIDRDFNENDYEALLALDEGVAQSKGRGLSDGHLSLLPAETVCSQWLTTRA
HAHQSECAICLEPHAIGQRVRPLPCNHAYHVLCIDTWLRLVPTCPVCKLQLRA*LLPRWLDGHGVLLCNFVRCNLGPVVC
LCEPAHTYTLTVSTHVCRHKCTLTGTHTVMHTRIHRQMHIRPPTHTPCHAHPHRVTHTHMCTHWNGPTVSIRP*KPAINM
CVGLQRYIIDSMV*MMVVAVVDRVHPAWPQ*RVMI*V*HRICMY                                    
>Apar_comp31110_c0_seq1_fr4                                                     
EFRNRQKERERVRKRKGEKQREGEREGREIERESERGERLVSIT*KD*SNQAVATQKQIDTCKSQGCGS*QIPVCFCVRY
ALLIHTLRKITVFSS*FLI*A*GTIARVSGIAFKLASAWEHGHIIQRN*RYSTCLLPPSRMEQALSNVTEVAVNLTTAIT
NMTMGNDTQPLTPEEKRRLELAQLQDVWKKEHTGHEGMHQEMVLIILGVSFVAQLVLAWWKRTRLNSYKKYTLVAMWLVP
FIYCVASGYHQFPLVWLLFSASTGYITHMATRKPLDPKAPRFVYRYFLIMFKVCYAVGMCGYLILFSFFMGLSQAMIQNM
EGRKYFVELALSMLCYGLYFGCVLRDFAEISAESMASTIGYYTPEGMPKRHLDPVTCAVCGEDMFEGPNKEREFSMPCMH
RAHEHCLQGWYIVGKKDVCPYCKEKVDFSKLPRTPWQRQDAAFTVLLDMLRMLVAWQPLILLVIRGLIAGLHLH*F*NFV
KFLFGKFLLAVAFGGKTFVGFAAVLC*MFSIDLTNGWGRF*PDHYEER                                
>Apar_comp364347_c0_seq1_fr4                                                    
MVRVLRCHHVYHVDCIDEWLLIKGTCPYCKMDFITGKYPEDSRSSTHFHAIPLGIHDMPMTIGDESGLSGAAGPSSLIGL
RDLHSPA                                                                         
>Apar_comp410765_c0_seq1_fr4                                                    
LCGWVPAVGQLSETSCGHLFCTPCLATSLRHRSACPTCKRSQQRTGASPPRSEALQRLHAALRLPCD             
>Apar_comp5645_c0_seq1_fr5                                                      
*GHCLRPRPNILRT*ASKFRDSSFLAGKG*NE*KG*PQPLT*TDRQQDLKLWQRCWKFN*QHTRVSVFRKLLM*QAFSCL
CLACFSVLCMNDTSLLSQKVHPAPGTLYHSENFQGAGVSG*PKLTFAQWLGSFGGTKQHFG*VSTPTIEMHRATRRRSSG
GTPGDRKPGRSGVGHHHHHDVNADEEYARRLQEEFDREAAQQREQQRLMVEQQTHADLQFAKALQEQDLKLRVGQNENAG
PEAIVAALPIMVHGGGLTEDCIVCYSAYEAGEHVKTLPCMHRYHRTCIDQWLVEKGTCSVGEHRGVGGG           
>Apar_comp7016_c0_seq1_fr5                                                      
SRAGSTRGQLAVCSTAFRLLCGVEPLAHAPAPVAAIRTVRDASEEGEGDEDDDGSDVDMDTMAASQRLSSVWTVHGPRLQ
ALTLQFLLAAPPVEGPGALLPSWERRIALRSLKSYCDLNPPAPQKDQSEADREDELRGLLQLLAIQHVPTQALAYKLLLP
RLLIDTKKAAAAQGSSSTDESIADVSIVTALESDSHLRTPPKALMAIVLSSPDTSALTGVGGGDVLLHTLIGRHWVHGYM
LAWLLLLHCIRSAPPEVRADYALYLKNIDAVGRLLATVFELVPDPMHVSPAHSKGIKGLSASHVDVHSGEGLGLLAGHVY
IVTLMTIPALCRAWFTDAPRKTKESVEKYTVDHVSPLIIAHEVDTVLKAADAVSNLKVKGSHVSREVTASYQLDEVSLEI
IITMPTNYPLGMVSVESGTHFGLKSYRKWLLQMTTFLASQNGSIMEAVQLWQRNIDKKYEGVEECTICYSVIHGTNYSLP
SLKCRTCKHKFHAACLYKWFQSSSQSTCPLCRSLI*LARDHGGGVGHYWLRYRSTGYCLFVFSNDLGMNGTRCGLDLHEI
EFAVPIFLLLTCRWH**RPLVCENFTAFFGTQPQTEPCCVDMSRRIRHNMLSQFCGAP                      
>Apar_comp7265_c0_seq1_fr5                                                      
RPGRRPSARRASLLSSRRKL*GKERRSLPILKFFPPLSRLFMYGAFTNSLL*TGLPPFSSFQRASTSMFRVVKQLV*TC*
HHLFRVCLLQRYGYARLAQRLSQSNHQSTYYP*LWFH*SALFSVTSTSFGSILCFVHD*HPLVADT*SGV*VTNENMPFP
GQFGDRDLQDRWSVLELYMDSFFWFWIFWGTLAVLFLILHMIRLCLAHRQLRMIVNLLPRPVESVYASGHNMDYQTCSIC
LEDFVDGDKLNWLPCLHVFHEHCIAKWISSLHVQCPVCQTNMKAPDEGTPLLNLLRAHRMRYLNV*NSGNRVLLPGNRVL
LPSNTHTHCNKVMNGYLFLLRSPTYAHVLFVYYWRYD*VDECCRTLYKYV*WCTYGQEYPRSYCIKARERECALFE    
>Apar_comp11733_c1_seq1_fr5                                                     
SVLCHSRSSRHTNIIALVTSRFLAVVRARRIPSNTTFLLNSDLFFFFAFHTSNMAHQQAEDPSVGRQGDFNQDEPDQGNE
SQGNNGEEEDDSVERARRRTFSPFILFQFPLGGPEERHMTGGFDALTSLMLGATFYTTAVPTNGSPSRFFAFILPPNFRR
QAPRLSRTYLEGLQERPLTKEQRHECEDCSICLETVDIGSNVITLPCNHFFHPPCVRTWLESRHTCPVCRYEMQ      
>Apar_comp13182_c2_seq1_fr5                                                     
GGLFVAISSHYGMPVHIVRDLYLTARSLAQRWKDIFQYLTLTAHMDRRYPNATAEDLAGDALCIVCREDMTPGPQAKKLP
CGHIFHLRCLRQWAERQAVCPTCRAPL                                                     
>Apar_comp13858_c2_seq1_fr5                                                     
MEDFVLGDQQRMLPCTHGPLYHAHCVDAWLVDHRTCPICKRDFTDRICGNYDAAAKSGSIGPVSAAICLLAPDYDFWLLA
*AWGFDSVFISYFFFFLFFLWGGG                                                        
>Apar_comp15338_c1_seq1_fr5                                                     
MFLHFFFFLRLC*DC**GAISDSVCAFFYQPSLCHTASCLCHPFCHAREPYPETPCI*LFLCEQRRPGLRLTFFPSRISF
GPFSFAPHAL*DQQLRVHIVRKKELT*LVIYCCNLFAGFGSSHHIKYFMRPHAQFAY*Y*ITV*VVEYINEVLGILNSTN
EQLLSTQYHIYL*TKICPGDKILIAFVHI*DLPMRQNTLL*KDTLAHVHICLQAKRTLQSTK*RAHREG**VKLTNPLEK
RTAVTFVLRFFKKKEN*GDSNLAAAAAVTKMPSLLNFFSALSLALFAPRAKAVSLSYVAEVTVTFAPPLNTTAPENSTDV
NKSTQWRGGNIISFSGLFPVDGFADKIPNPTRLILANPMTLCNGPNGTADPNPIQGNRTLSGGKDLESFLNLDPTMTSVF
DQAFAQQAANPLQANEQFVILSLRGDCTFGEKQNAASTCNATGLFISNQKDELFFMSNSGLPPNGNPIPVISISRWTLIE
IANQMGAGQIPYATVQISGFANAGSDMPLGPMLRYSLILGICALVLSSVALTVTTLIRRRRMRQYEEQQAIERAAQTETR
KKELEKLPVISYVRPGPDDIPPSPFHTDTHTTAAAQNPEPNRPESPLARPVFCSGCAICLEEFEEGEKLRELPCHHVYHV
TCVDEWLITSSSCPYCKMDFITGQYPKVEDSGSARPGSLAPVAAVGGQESPNQNTG                        
>Apar_comp15546_c0_seq1_fr5                                                     
FCLCELFHFSLFCLSCSVSMFFCTRE*FAGLTCHLLFSASLLPRPVISFFLLPICAEVCHVTGL**VLRKSRGGLKRVTS
*MRTRCVEY*VALSVNVPKAILNPPYFCLLIHTTVER*STGALCFPFLCVFFITRPRP*TSR*PSFVPSTLLFLWVFS*L



FIL*LEMGNRSSCCHDCCDFESEEEETHEQRENESMLGQSQAPGYGGISAGERPAGDGGGETSVRRERRWTREQYMEYQD
IRLDEEELIARAQRLGLIEYIPILYWSEDLTHHPGNEECPICMEDYKVGDQVRCLPCRHVFHFTCVDDWLERSFTCPLCQ
AAIPLDVDQLGGISKSSI*NDVVSD*LKFVSNGTTLQAENYFYIILF*YIIYQRSTIVLSAEKI*CSTLFEIFACVYINL
*RVSSAYTCTAAFVNNFSHE*HI*TQPGLGQVS*RLVFCIE*RTI*SLVSVRRICARVYNA*YFTNGH*SDVWLRVTIF*
HIRPVVLLCHKGFMMCLLHIWIGL*IHTVLKKFGLLAYPPCFFLRCTENPDISS*ECR*MLQIGVVGEIWWCVHVDEFET
FQPPFLLWVIRAEQKIYKPPKS                                                          
>Apar_comp15931_c1_seq1_fr5                                                     
PPYRGGRGINPANGSMVLMTRGGCDFAKKARNAQAAGAVAMVVADEIEEPLVVMTAKGPRVGVAIAAVFVTRADGNLIRD
MIKGQQAEGKHVCRGVIYPTHDFQGWSTLVIPCAVVFAVTGLMSGFYFFQRHRHWAKSMGTLSKEQVASLPCSTHTAKTY
VDRCAICLEEFEYNETVRVLPCDHEFHAGCVDRWLTTRQCTCPICKRSVFALTDNSPLLAAAPSRPSISAPLDFRQISYG
STSTVPRVTDTAISSSSDEEDSQLAAIQHPPSEWHRT*CVYVYVCAGGCVCVCVY                         
>Apar_comp16149_c1_seq1_fr5                                                     
RIQCIVTASYPKHVVVQPLSVPVIFI*EREKKEGAEGFTLC*TLFLWICCCK*FICTKES*AASCSVSYCLW*NIVVYKS
MCSS*PVKQKVGAIFYLLAFE*ANY*QIFQALLSLTLRSWLPLTQALLLQY*RSIGYIW*SKLTGTKMGVASSQEMPAGG
YNAVMPLDAPSFVTSSGEGKIRKPVLAWCQLCRQRVPEADLERHMVACLFPKGYNVTILERSLESECPICLEEFERGQAL
ARLPCMCTYHKWCLSSWWVRQQCC                                                        
>Apar_comp16414_c1_seq1_fr5                                                     
CSWDY*NQFTCRLPPSISGFILGVPEHSLHSPFPHTNSNFEIFASTFKAVFASFELCEKMKCLLKEAVLLACVLLAHAQG
LFPFVMTEFCMSSPYGYAFSTQNTTDADVTPPPIPIPMNKTSGKCLYPGRRDTNGQYANFGNMSSKHYLAIYAPPQNQSL
GCAPLDRAPLWLEEYPNGFAVLLLRGNCTFVEKAQNAIRIGAKAVIFGNNPGLPMASPSSDSENLNLPITALIITWSEFD
FLKKAASYRSYNATTSILAAEMVAPSVFHMLMPVLIPTVLGTMGAALGVLLGIYAYFKIRQLRWERAQRERALGEITRNK
EAMRELKTKMYKKPTLDSNPDAPDETFCSGCAVCLEEFETGESVRELPCHHVFHTACIDPWLEKKATCPNCKYNIVSKRY
EPINLKDGQPALVSTANSERVGGDADSTVTMETPIGMGDAGTGNVTDRTDPTEEESVIEVRSPTPKTESRRSEPIAEVNL
RSSDSEIRSVDRIEIEIGSCGANSTTLPSTELTNETHESGFTVVEMSVAAQPR*VR*RECRYKHSESHGLFFSLFLFFNS
LKKKTWFLSCFLFCFCVLFLVCL*VIFQSTISQYRCLNDDSFQVCI*YMLAQATIALVCL*MSMKSDI*E*PLIVMTDDA
YIVVETTICTTEDSGFNFKFNFW*ALMIGGWRGCTYMGPGPRRITEGTCGGGGEGGGGRGG                   
>Apar_comp18143_c1_seq1_fr5                                                     
IDDEVLVAVGGALLLVGASAWQLVRSPHPALHADSRTDADTVRDTLRRAGSLTGEGRAGREVGQDVECPVCYSAPPAYAV
ETSCGHIFCAGCILTWWDVHGD                                                          
>Apar_comp19131_c1_seq1_fr5                                                     
LLKHHHHHHAYAHAHAHVQPHTQVQAQAQAHAMAAAQAHVQALMQAGIPQGHAQMHMHGGGPMEPVAISATIMTGDPNVP
VVEERVTNYVTPDGTRHQERLRIVGDAHHHVRESTNTSGVTERTEHAHGVSNPAEFDTLWRDLPARLWAFVPSGSVPRPM
PTSQLHAMPRVQQDEALVSDLRARNFDNCAVCYEDFVVGGSDVYRLSCGHVFHVDCVVPWLERSSTCPLCRAELTEAQ*L
VEWR*YDYLKIRFAFFCFFRFLSVCCLGM*LLTCFVLSAVCVCVCV                                  
>Apar_comp19713_c0_seq1_fr5                                                     
GVCDAPTMSAESTAQPEASYGCSHYKRRCELEAPCCRVFYVCRLCHDEATQEAPLLDRHSVKHVRCCACGCTQEVAQTCR
ECGVVFGQYFCAVCNFFDDQVERKYFHCDGCGICRVGGRENFFHCDKCGCCLAIASREGHKCLERTLDQNCFMCMEHLFS
SRRPAVFMRCGHPVHQDCFDTYVRSRSINQLQCPLCNKELFTQAQIRDMVGSKVRLLLGLVA                  
>Apar_comp19765_c3_seq1_fr5                                                     
AKFW**SYVNIWSAHFTSAEVKSERVQTCKFRRYCIRRHPIAC*YS*PHLSSTLINGSLS*LTCLGFKAFCQAQKNFDIA
TAVIGVSKLVTTGFDSKIYTRGILASTLK*PW*G*WGYG*C*LIMDKTR*RVSGTNMAALNQSQENSPETQCAICLSEVN
YEVGVLANCPHVFCFVCIYGWAKVTNHCPLCKAEFGEIQKCKGTREQLDVCVTVTPKKQRVADEELPPEVLEARCQICGS
CEEEGLLLLCDGCDDAYHTFCLTPPLPAVPEDDWFCPPCVRRREREGRARGTLDDWLGTDPPSPPQQNVEFVRAPRRQAA
ARALRRAVMQLTSSDEEEESQLSTRDPSPIRPTTTSQPRDGQGVKRRRLRHGYELDGFVAASDEESGSEEDEDTWEDSHS
TEEEEEEE                                                                        
>Apar_comp20288_c0_seq1_fr5                                                     
QEADKNIIFYFFISC*IFVQAQKMGPKRSLPASVAGANEQPTPKKVKAVGLEEGEGDGAGSATTKKSGKKVKEVEEKRLA
RWRTSANENVRQRIERAVTQRMYMVDRTRKSDTHESFAVLGSTGNVYTVDITHKLSCDCPDFQKRQACCKHILFVFLKVL
KQPPTSAYIYQSALVTKELQEIFDAAPIDPRDVLANKNVVAAYKGSDSQAGEEGKEEGRRPAEGPCPVCFEDMNEGGKEA
LTWCRTCGNNMHMDCFRQWRGREVASGKQVTCVYCRAVWLEASAGTPGKGDDVSKEGYRNLGSLQGMSTERDTSTYYQNP
LDMPYYYGRKRGRGWGRGYGYYDDY*LEIKGLVYRFFGILSRLSILLSGVVELGNVCDGDI*VILAGFVY*NFGILL*RL
ILPSCSLSTLPDIWLSYFAE*KSKEAGEANRCFP                                              
>Apar_comp21669_c0_seq1_fr5                                                     
LTATTQKFVCMHL*EKFLCYSTCLEGKRTSKDHIHTIHIAVSFAT*VMFSKI*PLGFMAAGIPTDYQLPH*IISLFVCVC
PCLCFPLFFFSDFQAAVKGSLFTRKKHHLSNMASDGLAVDFSLRCNLHGQTFNSQWLQTSEVEENGNGTVEVIYELLKNC
PVCYEGLVPANVAHLPSCGHSYCLSCILRWSKVKKSCPLCHTQFHHVLSHFQLDGSFDGSVLTTNLVNLMSQVRWLDLEF
IEPCDLEPPLMRYQPESIIVEEDAFGTYTLDQFDEDYDPHSFAPSRGKEGRLRKHHAGCVSLAGQGKSVGPNRNQPPRRN
SYPQSSSPPGSSMDAQSSGQTPEKLGRRARRALMRKQADERAAGGATVGN*SFPFPSFPSFLSFPPPPSLSLSLAHTYIR
TYAH                                                                            
>Apar_comp22729_c2_seq2_fr5                                                     
RWWMLQQESMETPPLVLLTRHSSRLGTSGLYYCHEHNLLASHEFHEEMEVGQRGGVLCDKPGYGKTCVTIALVAATLDTQ
PPVPKPEDQRMYIGTNATLIVCPSNLHTQWKNEIKKFTGSKLKVLSIRGIEDLKKVNSYDVIAAHVVLVPYNLLTSTQYS



QQLNEACSRQYHLDHKKGEMEFQERRRAIREHLRREFEKGSAMLEAPGPLLEYFYWKRIVFDEYHEVAQQALRMRLSIRL
LNSAYRWGLTGTPIIKTHAQICKTALYMNIELPNHPYESQRFLDYYVRQNTELPPLPSLTNHHVAVKLTPQERAIYLARS
WSGQRGLIAACSHFSPADGEGANTGELKTVDEVSESMVKDQQRQISDYEKRLKMEKRTRERAENDEIKMTKMEMSQTQGR
ITRFENQLAKLRSTLKFFGNMLEGLKEGQNFTCAICLDNLGPGIERVITKCGHVYCPSCITQAVNQYHTCPICKHELTNN
DIIK                                                                            
>Apar_comp23393_c0_seq1_fr5                                                     
TKQRPYIV*PESCERGERGKSEKRKSHNKQRQGDIEEGQHRTRW*AHTAGQPGANR*STPRPAMLSRGPVGLTITRGRRI
APRRWM*TTAMRTSSRQQTSGDSAGTRGASRNPRRDAVQRPKKEELEEEEEEEEEETKTATKGRRRSTSSRNSGGRGRKE
LDKEEEEEEEGEEEEKTPKEKGKTTAKKGKNASGSGGRKSSAKRSAKRRKVDDEEAGSDGDEDYKLEKEDEEEAEEGREE
EEEEEEVDEEEEENLRRRRSEAGKRAAKKGRETRDARIISLHPELGEVWKGVDLDRMVKRLDTTKSTREAVVVEGVDQPP
QLKLKLLPFQKEGVAWLKKQEHTIFHGGILADEMGMGKTIQTLSLILSDLPKKTTTLVICPTVAILQWQAEILNNTLPDT
LTVLVYHGGNRPESIDVLKEHHVTITTYSVLESEFRRETKGYKRQGVTLYDKSLLHNIEWDRIILDEAHSIKDRSCSTAR
AAFQLQSKAKWSLSGTPLQNRVGELYSLIRFMRTYPYSYYFCAKCPCKSLSWKFSDYKHCDECGHKPMSHFCWWNKEILK
PIQKFGSQGEGRVAFVKLGHLLNKIMLRRTKLERSEDLGLPPRVVTQRGCLFNDEEMDFYEALFSESKTKFLAYVNQGTV
LNHYAHIFDLLMKMRQAANHPYMVVYGRHQTDEHTDICGVCQEEAEDPIIAKCHHVFCREDIRLYISSALDGSEHPQCPV
CFVPLTIDLNQPTLVRSKKQQEARQRSHQSILNRMDIGGWKSSTKIEALLEELTKLRERDCTIKSIVFSQFVSFLDIIEW
RLLRCGFRCVKLDGRMLPAQRDAVINAFMTNPAITVFLVSLKAGGVALNLTEASRVFLMDPWWNPAVEDQAMDRIHRLGQ
YRPIEVIRIIVDNSIESRIVELQRKKHLLFQSTVGMDIDALNRLTEEDLQFLFTL*LVPANKYSLIRL*SQWLVGPHMAL
RL*IMGLFLAVDNSMHQCCSSIFGHFRLLCHCYLHQY*FNDSSITGFVRMVLCAFLVLLTTPP*MFNLLGVCTCI*RILA
HLQTYGKGWVVKYWL*SFPLFLVTCDRFIWPNSLLMGFYAST*HAIIVLPGPNLIGNP*KAG*RCVYTRPD*VVTQM*NN
RSC*TSGNRMVVCRNYFMPQFITLKKLLRIMCVC*SWQTVYYISLPAAN*LESLLISSVCTEGDLILMRV*FCICLVAKV
WRISA*IRALLMCVPPEHRSMYDMLDMKL*IQFIPGVLT*VGGVVK*SCKP                             
>Apar_comp24272_c0_seq1_fr5                                                     
TKFCASCVLFLTFKVVCTATSILRFTHFFLPFLLVYVYAPVICQVMRMV**AWRNSLMSCSHQNEDLA*AILNSRPKLST
RFFNYQLEIFGAFDKDVRDYTTQWGT*SQLIVSTQPASSLFLMFLL*INVVGKTVIL*ACVVYPCLV*LLLFFFLKIEVT
QAERAAMSGSPRPSGAWQNAGTLSGFVVAAQREGESTPNPGQALIEERVVGKYQSMADTKGASAPTARADEHVVDIGSSV
DVHTHTHVQPSATAVPPTTPAQPTGGIVPMGARQQVRSNVNNEVTQARRASRLSYLLSMVVMVGQIVAGIVVMALYWGTQ
CEHHLRMYLLMYVDRMMCGCFLRTIDYLQPDPVGSNASSRNRSRVMLDLMTMLVFVLGNVWIVGESACTSSPIYALALTY
LILTYLYLAMPVLLCGAVICCLPCVLGVLQFMKENKGVSKEVIKKNTTKVKFHPGLHSPEDCMCVVCLGDYEDKQHLRIL
PCKHHFHRECVDKWLGLNQACPLCLRNIDGSSQPQANTSNMSAPA*RYK*PFSGKLQTNFPVVIIHGISTGRDISLQGFF
FEELYLLRG*NFVPPFFALSVSFLLCL*RNLR*YVGTPPSSLHVYYQTPCDA*RCIFTRY*SAFTYIFSATSPNITIRYI
*IFTDFIFTSITFLSHRFFLPTFHHGRYIR                                                  
>Apar_comp24272_c0_seq2_fr5                                                     
TKFCASCVLFLTFKVVCTATSILRFTHFFLPFLLVYVYAPVICQVMRMV**AWRNSLMSCSHQNEDLA*AILNSRPKLST
RFFNYQLEIFGAFDKDVRDYTTQWGT*SQLIVSTQPASSLFLMFLL*INVVGKTVIL*ACVVYPCLV*LLLFFFLKIEVT
QAERAAMSGSPRPSGAWQNAGTLSGFVVAAQREGESTPNPGQALIEERVVGKYQSMADTKGASAPTARADEHVVDIGSSV
DVHTHTHVQPSATAVPPTTPAQPTGGIVPMGARQQVRSNVNNEVTQARRASRLSYLLSMVVMVGQIVAGIVVMALYWGTQ
CEHHLRMYLLMYVDRMMCGCFLRTIDYLQPDPVGSNASSRNRSRVMLDLMTMLVFVLGNVWIVGESACTSSPIYALALTY
LILTYLYLAMPVLLCGAVICCLPCVLGVLQFMKENKGVSKEVIKKNTTKVKFHPGLHSPEDCMCVVCLGDYEDKQHLRIL
PCKHHFHRECVDKWLGLNQACPLCLRNIDGSSQPQANTSNMSAPA*RYK*PFSGKLQTNFPVVIIHGGMTSRQVLAQLG*
WLFSAGCNELVSYLSPSWFCLRVLYPPGC                                                   
>Apar_comp161454_c0_seq1_fr5                                                    
SLSPTHTHTKTSLFTPTKTALITPPHPHDTMSYQVRRTFGRPGQGTFVTFSFSTGAPGQPGFPGGGQQAAGPNELFMNDP
FLFQLMHQLMQLQTMGVLDEEEFQRVLLMSQNDRSGPPPASDSAMQSLPRFTVQEGDKEYRERECIVCMDTFKGGDQCVR
MPCQHVFHDACLMPWLQQHNTCPTCRATIEASTAPRRPETSTYQPPRNMRGSEGQGEGSILGDLGSLAASVATNVWNYFF
PSTNQQQGQGPAPANQNPPPHPPNIPPFMY                                                  
>Apar_comp7045_c0_seq1_fr6                                                      
KEKEKEKVDTAGGEDAEDGIASRLQCPICCEGMGGNTYSTKCGHVFCYRCIRGCVRTHGECPICRTRLTLKDVHQLFLP*
NAGVLAHFKSFVMVFEG                                                               
>Apar_comp13358_c1_seq1_fr6                                                     
VCARTHVHTTSYTQTRLGNIMM*TWPLFFHNTQKVSAKGELRLCLC*P*GAKRK*RKLQ*EKKEHLGAVSLSHHNFAF*D
FFS*SRPSALQYFF*PQPCRRTACSQSFNKGKDSQTSRVSSHPLVAVYSWCMQHTGETNISYNTPHFSACAFFSQTACFL
*NTLTPSILLTRPVKKKPSIFFSPRPLSCYRNTTMADYQDDENHYGSEGEEEHGNEPHRGGEGFGEEQPTNTCPICLEAL
SGRLSATSCGHVFHTYCLERWLQTNKNCPQCKGPVSKRYPTIRLFLGELLHTAPTNEDLTRDADAGLGVTNVSTDQLTAL
YDRAKEAEAKNVELVGQLQTVEEDRMQLIVATQRLTGEVSILQAKLRSAEQEKVLSTRDKEDMRAAKEAVEKRLESASRK
IELLKHYEDLVMEKYSKADEHLAMDPSQLPLSLEQLRVTNAYLSREMRKIMDDMIKMRSNLNKAETRAKRATEAKESLED
ELRSQEAVNKKQEDDIKAMRKTIERFQKKGHTAAEEDFIPSAQPRQQKPSEPEFYVHTSSRVGTGGMTFESSKENKPTQR
PVALDPDMALMAKKTKPTTSGLLRMQPYQTKSQLSHNTINKGFNGMGGSHKVFSAKTQATISTKSSVFGPRR*TKGSFSQ
RDVYMG*RQYV*LV*AARKMGYICTAVRFCFFAKFFVFF**CIMVYHLYYYCY*IIWDDGTPREGGGGG           
>Apar_comp13825_c2_seq1_fr6                                                     
NTQTTRPVKRTWNDANDLDGAQNGMVQQESSMRSNWGQEPPPVPSRLTKPTSAPARHEQANHTTNGANRGFGDMDEGWIA
RRALIPRVTTPPQGDSEDVPAKRLRTSDGPAQSKEDYNELLDLFASDDEREMDREIMMQPSRGRQGEATQHTGALADNMA



WARGEPEAGQGERAGRQHDPVAEIRAQLAVRYYRERSTLPPPQTHVPPVPPTAVSQAPARPNSSVPANSTEVPLARRKRS
SSPRPRLPARKKIRAPQKETVDKEVVDVDEDADLALAIKLQEEENQRLQAAAAQAPQSRASSDTDDMDRRLAEELQRQFD
LEDAQQARQRAMQAQQAAREAWQQAQLARMVGRRRGHGGRGGGGRRHRNYGYDEDYMGMGEDMGAPMHHYAADPYRGYDP
MYGAMHLQPDVDNMSYEQLMALEERMGSARQEGLPNSVVDALPTFTYRGSKDGEAGDEHNCSICLEDYAVGDQLKALPCF
HKYHGKCVAQWLKNKSVCPVCRIKVADHDV*WGVCVCNGEWGWFYACRYGRLG*VALLYSSGTCYSEEYSCS*GSNVYWF
VHSDVLLL**LYIAHRRIGKNKKN*CVLKVLKICSAGKGVAYGDF*RKQDA*KDR*T*KIWTRKF*DNYNRF*KERHPAV
SFALHGEIGTRSPGMS*LLSGCTVGNESTTNQQQAIYI*ILPRYFVPTFCAANASTYPICVYGCEVCGYGPQWYYK    
>Apar_comp14053_c2_seq1_fr6                                                     
TLACGPLSRPSSGRAWMALTMAGGCPIQQKMENAWFSGASGLIIGPEMVQKIESNSTKSNDGNAQALSSESRKNIPGVKG
NQTGLVGDNTTISYDETNWPPQNITARRPIPFICVNATTYQSILSYLTASASGGGNTYGALLVGVSKEGESGEKENPPSN
KLRMVLMVLGLLFATVVMWQMLYLARKYALQRQGDTRVQVLESDADVELRQLRTKAVTGLPLLQYRKPTEKDDPESQGVV
FCGGCGICLEDYEEGEQVRRLPCTHVFHPACVDQWLVTTAKCPYCKTVLTSLAPNTPSDSEPPRLRCLPAAANSGGGLME
>Apar_comp18485_c0_seq1_fr6                                                     
NTKTNTNMRTRSDPQVSEDDLELEEEEEQQWQKSFVAMPRLKTRVFEGDLALAKFLAEEEEERERRDRELAERLYEEERR
EVEEERWRNQESLQLVEKLLAEEREESQRRQEALLSDEEIARQMMAEWEQAEEEREREQLIKDNECYICLDHEDTVELEC
KHMVHVECARQYINTSGSKAGGKVNPAAARCGQCRKWMAHPELDNLVAPLKQLYERVAAMALQRKAQEDPQPLPAPIFTR
RGRKKKNNNVQQAQPAPKLDEEATDQLLRDFVYYMCAKCKSPYYGGRRQCQVAQEEEPEVAQDRICNMCANAHQTQAAEC
PVDGHGVTYVEYKCRYCCNVANFFCWGTTHFCEMCHRKTGKVQLAVIPCPGLPMCAGHHPPNDGKEHCLGCALCRDVATH
*VGVSGLVLREIECRF*RIFEEGYIRIGVQYVVCLVSK*IDYFEGAMMGD*QHIIICACAWGFISGAGGQAGTFL*HWGI
FQLLQ*RKTGGWVHYRCKLYSVLLSIVLILISIER*VGIDVHYANIRMVYML*AL*VRIKNMGLYMYVYIVYR*CSKALN
LWACTPN*DTRYPMLSNEASGRETQKPFREEFEGYYSIRCSERLIECL*ALYRQIWHFGCYIL**HDNYCRE*KR     
>Apar_comp18608_c0_seq1_fr6                                                     
LAWQAKLLYVQMDTL*PQFWSRYSLLITRCMCQAE*DTIPSTPRSALFPKFF*DSCFFTHKTKGIQLCLTVVPHGAIEKP
CHNKLCF*HSRGVTVSAHRTQQALPPTLPNPIIFAWA*LEES*CLGGVAVPGT*WKMKAAIGTLCALGVWGVVDAQWIAH
VLVEQSAAHNEFGGVYGTFGPVTAMSGQLVQVQPYDACTQIVDPGLEPGTWVGLAQRGGNCTFYDKIMRLSEAGAAAVII
GNIHVTEVVVMHDSRPVDIPAVSVSNEVASHLEVAAFDDDCMVYLSIGPQLTAFNFIMSEVIHDAAGFLVFLCITTSLIT
IGYYFRRRHIIKGVAKRIWKKRLAVASAVKNLPLAHYPPIMSTTITITSTPTPTPTHHQCSCKHGNSGAKCGADYSQSQS
TVELVEPPCMPVPPNERLVVGEEAPDSCAICLEEFEIGDELRALPCRHGAHFHRDCIDPWLTLHQTCPLCKSSFLTETLP
EDVTESEMEALELEEWEEDMLRDAGLRVSTEPQSSRLRVTLQLGAPSGGSV*LNGLGCVVEREEVW*CDHLRIRLGACVF
VFYFPFCFP*FFA**FSLI*NPHE*IVLARCSPLCKQSGQNVDDGTGISYDIYTWVWCVM*RKCSNWISLSWRDPR*MQR
MWQCTCSAWLRYIIYVLIGT**R*YDLSRCHVVQMKCNQSECQIWQKFSIHLG*FESFKTLISVAVDRIV          
>Apar_comp19736_c0_seq1_fr6                                                     
QLTDTRFSACHDVFGLATVYHCSAFRKRLPPQLENRYCL*ST*STSGEIQDVKGSGTCMAHETASKSSNRLGLVFVL*RN
SGRGDASASEHFSFLVVA*CPLLLYVKHRQRGHTLS*EQKRRKRFSALDRSL*CRCLQDLKFLHAPRKTIHDERDSLKAD
ASNSFPLKNFPKKRTASE*ISQPASRLWPCRWAGTMAATLNGCSPVSHQAHHPGCRCKSDPPSCIICGQVLTKGRAVFTT
SCGHSFHYACLQPLYLSGMLDCPACTQIVAEPPGLLQDRTINDEWFFGDITREDAERVLQAHGEDGIFLVRESRTQPGQY
CLSFCNEKTRHCRIFINERGEYYLTTTRSFKTLADLIYFYTHTSALHCVGSNSNYFRLKIPCKVRLEDLPS*EESG    
>Apar_comp19830_c0_seq1_fr6                                                     
GVRRFHLQRTFT*APPCRYDHVRTKQATAPGPKRPAMATPRPIASAPPPQATVPATAPVPSQEAGRGVGLYSATVKVGLV
DVLDTSSAKTILCPFAQKGPCRFGSDCGYLHGDPCPVCGCLCLHPDQPAQRQEHMDGCLQRQQQQAARAEAVGRSAGLEC
AVCLDVVTAKSTPAQRRFGILENCEHVFCLGCIRTWRTEAVANSLVRCCPLCRQPSHYVTPSTVWPATAEEKAAIIDGYK
AHLGTVDCKHFRQGEGECPFGSSCFYRHAYPDGTPAVPSLRILGTAEGTLQVQNKVRLWDFFEARDRDANSAQ*VHSRHE
PWHEGHT*YAPAGLGPIIQGI*RSA                                                       
>Apar_comp21158_c0_seq1_fr6                                                     
LVLLRRLHSPPPPPSRPAIEHIPLIGATDPSRYLALLAMRSQEQADQVYLHFNAQPYNLLEAELCHVMFVARVEVMHSRD
MDLRLPFGLTELPSCAVCLERLDESVTGVLTTVCNHTFHCQCLKNWSYTSCPVCRHAQRGEASNECVACGAREGLWICLV
CGSIGCGRYLDR                                                                    
>Apar_comp21234_c0_seq1_fr6                                                     
CAEDMKRKTRCFFLVTKR*FGISRSLFPL*S*AVKTVPKSLFS*KYYI*FWQSYSK*SRDSYCRFCTFFAV*IDSTLLPR
SKRFAKIVDKRHF*CV*EVFTESTHHHLNRYTGTYLSLIPKTHVFWRPCVHSNMKKMDSTQLFPPRFHIVLEPHPPSGAP
PANSHGNPVNGSATPPSASDQEREVFLVLMSLAYKGLVFDIPVQVDRDTLDEAIRRKMAPPPAAEEAIGRLDTHVLGLDG
NQEIDVTILGTVCVVCQCNMDEGEEVIVMPCSHAFHSECVVPWLKRHNVCPVCRDGIRCDRSVGGKEGWGAIRGLGDEPE
TPVELTDEDVSRLTERMSVNHVKSMISASGGKYDDCIERSDLVMRLLELLSKRRATNEELRRRIGR**LAGII*RTWCFC
VVPFFFFFVC*IKCR*TKAMIIMTS**S*CAPSLVSMKCYFLMIQNENE*NFSSK*TNTRLV*TV*WSDWVRTHLRRYRT
RHLSP                                                                           
>Apar_comp22723_c0_seq1_fr6                                                     
KKKKKKNPRVTRVGC*VKKKKKKTGRVWSKDLKRSAQKLGASKRKFKD*TAWHLLTHHNRLWFSRFFLSLHNANILPSFK
IKMSSMESSVTMRPHRIFSAEEQSAWLTRVSQRQSSNMDPGRRREMEERWERQRRATEKQTEARVIRMGNAVTSSRALSA
FGRIQAATDSRPHPAAVHNKDNEDNNDAVQIAENESTIMEQETSAIRTSFMAQQEMGRQSMSMRMGGGTGVGTRPMGASR
NMFLSTRRSEMSSVAGAGGGVGGVGGVGVGDGCGEEGEAGEGEGFLSVGGVTVSEREMDDGGVDERELYRALELVRNEPH
GDEERVAKFKVFEKYLEKVEGVRNDMFDFWGRSKSEFSGSALSQVERDLKRLDAGDNMGLHYEDPRVWIVHPMLRQAATN
SRTIALLLKSMETKLALLSESGDCPVCLEPLGRDGGEVEVLGCCHKVCGECWDHWVYMRGANAFCPLCRYDEFVDDVVGS



ASRGF*ACLCGCSYYQSLLFTYFLCIYMIIRLCMYCCFVVITGRT*GG*MLSALCVGMMSL*MMWSGHGMAFRRELCDCF
LRLHIISTFITIVISSKFFSCCSIAISLLGSLWVHMRGVNMCCPLCRYGEFVGDVVGSTAQCGL*MCCKGLSMSALGFWG
SLVYTFACLM*LFYILLTCSCFYSCIFIHHCVSGITTRGGSLK*GTHKVVNVFCPLCRYIDDLVRGL*YYCMCVLDSAMI
LSLLLLLLFMLS*TSNAIAWLCASAVIFLGSLGAHVKGKYNLPAAQACVCVCFIQKFIVIIFMCFFFFKKK         
>Apar_comp22729_c2_seq1_fr6                                                     
EDEEEENHVVIPINPVYQSRRTKPHQEVKSFNLKKGCPPVAEYEPDRYKVYREDLEVYHAPLFQPGQDTIYYLIQLLESH
DGNELVVYSRWGFRAIRNAMKVTTYTKERLSRAKDDFETRFKNKTGNKWIDRASFVGQIGMLHFEYIDWPEREEGEEPKE
EGSGKNSQAAGRRNRARKMVELNKDQSLDMAPDWFRENFNVNPDPQELLADPHEWLDLFHWMATPHVYHSIYKAMTGKDH
PQYLDDHEFSRKSLEINGLSWQEREKAWDAFDKEEEKKREKREKERDEREKEKEEGKGKGKGKGRGRKKAKGEEEKEEGE
KEHEVVFPPSEWEPAPHDWWSKMMKCTEAMSVLEGLQGASGHYDMDYADPRAFDDTAEVIQPAYSVNRRAAERSYFESCR
SVCFSLDRQNPFDPPFRVVWKKAEREESRYIYVSSYVSNRKPIKKETIILKVQLHVRTFEDMQAEVRGHVPNQPAVVSLL
RDHTYQRLSGHVFNVQSNTRDPEADTPQCFALDLYPQQRRSLWWMLQQESMETPPLVLLTRHSSRLGTSGLYYCHEHNLL
ASHEFHEEMEVGQRGGVLCDKPGYGKTCVTIALVAATLDTQPPVPKPEDQRMYIGTNATLIVCPSNLHTQWKNEIKKFTG
SKLKVLSIRGIEDLKKVNSYDVIAAHVVLVPYNLLTSTQYSQQLNEACSRQYHLDHKKGEMEFQERRRAIREHLRREFEK
GSAMLEAPGPLLEYFYWKRIVFDEYHEVAQQALRMRLSIRLLNSAYRWGLTGTPIIKTHAQICKTALYMNIELPNHPYES
QRFLDYYVRQNTELPPLPSLTNHHVAVKLTPQERAIYLARSWSGQRGLIAACSHFSPADGEGANTGELKTVDEVSESMVK
DQQRQISDYEKRLKMEKRTRERAENDEIKMTKMEMSQTQGRITRFENQLAKLRSTLKFFGNMLEGLKEGQNFTCAICLDN
LGPGIERVITKCGHVYCPSCITQAVNQYHTCPICKHELTNNDIIKYVSDVMKEGPDAKEDAFGDAAKYGSKIRAMVQQLS
KIRENDPTAKVIVFAQWEDLLAKIGSAFKQCGIRFEHLEGSIFQLNSCLENFTHDPNCNVLTLSLEKRASGMNLVWANHV
FVVHPMDCATEEQAMAYETQAIARVMRPGQTKGVHVWRFVTEDTVEAELHAKRQSLQEQIEKEAEERERQAEIEREEREK
RERERGGERER                                                                     
>Apar_comp22966_c0_seq1_fr6                                                     
RESHFLFCTVDTVSRIAKPLCLGP*AHVRVCS*VPSRTQVFLCISQTVG*GTLRSFTHCIVLKSTTEHCKFPATTSTFLP
SEFQGRVAS*KADSMGTGPFDVAAADQQQQLRALIMRIHADTSLSQQEKAVQVQNLMTSSYMEAKRATHMHAQEDVQVAI
YHREGVLGCRHYARNNKVLAPCCNKWVGCRLCHDDDEDHKIDRYAIRQMVCMHCWAVQPVAKTCSNAECGKDMAVYFCNI
CNLFDNDPTKKIYHCGKCGLCRIGEGLDKDYFHCEKCNVCMAVNLRGRHKCIERNLESNCPICSEFMFTSTSTIIFMKCG
HCIHHTCYKHHIKNSYQCPVCLKSLGNMEEYFRKIDEFLTEQPMPDEYRESRAKISCNDCEMRSEAPFHFSYHKCQECGS
YNTKVLSVKHSEALQRAMGISLHASSTGNEDMSLDQERGGQNRGDQNAYGGL**AEGHLYI*ICSEMIG*IVSAEMRV*S
LIGVLVSDDVGIMWESAIYCSI*HVVSAHAQTHEYIHIPAFLLFFLLFLFLEYNTGC*STRVLCFRSGFVFLLSLFLEIL
PLYRFPH*KKKGKKETQTSIMRYCTG                                                      
>Apar_comp23510_c0_seq1_fr6                                                     
ESGTRSTEKHSESGTRV*VKDPSQQETLKW*SRKGKSLGSFRNKLF*WSV*RLFFVHFPFSSIFVVDYSVLRCPRAS*AG
DWPASFSWQKGRSRFSCFSWHLWLSFSPFPPFISDLRDVSIMNQTCECIVTTGAVV*TLQAAVAPGWGPVARPFTR*PPV
IHVTSSI*QRKHTLSSEHAFTYQLFFFEFVFDPLQRGKAVRCCRPLPTVDRHEFRACNSGYMLALCIYLASICYTAELPG
PFYNMRTPVITSRLALLCLYAALLHLLISYGPEFRYTTSFGPVGNITETEANRLKLETLSSKQIRMLLSEHNQDCVGCFQ
REEIVERGAELLSTLRYEPFGWTRQLHLSEERSVAEETKENASPYGYIPLLSTHHQLVDYTAEKGFVVAHVVARQYNASM
AAQLAKKLGQWGVSSAIFVCGSDKSAPLCRENDTVGTYLIVPPSILPRPYQRADELAYYTTTLSIVPTKPYSSREDEELQ
TNIMHWVAQNLPDYTHEVRALRNDMIFKQLKEPLALHVSKLPHQLPVFTPLSWRFHKESTTPFTLARYRLPAKLPSWMGR
TAPAVNIDFEVPALYIMVPAPFAEHRTMQYRGPMDIDSLERLLHVFYPTSTTVFIALGSALAVIYIIDVAVRLEADKGMA
FVFSLATTAQFGFILPIFYLVVAEVMFQGSRELPSLSLWQLLVCSNSVGVMVAAPFSFITQAGLLLIMLFKLVRTIVVAS
GNGVQQGRNRMGMGNRAQRAAEEMWEDQVDPYMMVDEFENPFAAGDWRGKVVEVFRDMPPHAFRWNTHEYLCRLLLRQYD
ENHHAPTDLPRQRTRKNSTPAEDWGCGSCRVRYGHYAGLLCNHYKPTYEQVGPDEIRGGGEECAVCMEPLSTGQVVCTLG
CEHTYHAQCVFRWLIIYSGSCPTCRQPADIVTGGWDHDD*DGIWWCSV*FCDLCECVVLFTLQNSRAYSSLELVIISNLK
QAYRQAHRKFLTSLMPFCWHILHCF*CLVYDRMSCILS*ESLGYPSFHGVSSIICCL*TRGPVCRAPNTV*HRLLMIFNF
YDLRPDSGWPHCNADATNKSKAVLKCNKVLRT*SL*ILIVRM                                      
>Apar_comp23510_c0_seq2_fr6                                                     
SLCVANAMFVCC*YAEHIPLTHVTCPYVLVYARHPHLLSCAQFTPTPVTICR*SPWKTYSVWFFVFHIHLP*LIFA*SLE
TDSFVFAGPMDIDSLERLLHVFYPTSTTVFIALGSALAVIYIIDVAVRLEADKGMAFVFSLATTAQFGFILPIFYLVVAE
VMFQGSRELPSLSLWQLLVCSNSVGVMVAAPFSFITQAGLLLIMLFKLVRTIVVASGNGVQQGRNRMGMGNRAQRAAEEM
WEDQVDPYMMVDEFENPFAAGDWRGKVVEVFRDMPPHAFRWNTHEYLCRLLLRQYDENHHAPTDLPRQRTRKNSTPAEDW
GCGSCRVRYGHYAGLLCNHYKPTYEQVGPDEIRGGGEECAVCMEPLSTGQVVCTLGCEHTYHAQCVFRWLIIYSGSCPTC
RQPADIVTGGWDHDD*DGIWWCSV*FCDLCECVVLFTLQNSRAYSSLELVIISNLKQAYRQAHRKFLTSLMPFCWHILHC
F*CLVYDRMSCILS*ESLGYPSFHGVSSIICCL*TRGPVCRAPNTV*HRLLMIFNFYDLRPDSGWPHCNADATNKSKAVL
KCNKVLRT*SL*ILIVRM                                                              
>Apar_comp44013_c0_seq1_fr6                                                     
*LELACYFLHPNTSLNPLFFICCNQEKSAYKCYRVGKRGSRT*GENC*RLWLFACTLVKLQGDSC*GVAAEEQAANMSVA
TQNPVDPNDRYWCHSCDQEVVVDMNQYACSECHGGFIEQIGEDFLEMRREEEEQERQAQQQAQQAQAQQGPFNPFQQLDR
EQEQPFAVHRDPDDPLSFMVRSMLGHVQAQPQAPAPAPAQAQPYWLPPGGARPRQPGGRPAMVLPGDIFAAMSMPIGPGG
PMPEGMALFGGTVPGFPMPRGGAGMVEDPFANRLTGLIEMLTGLGGMGAMGVPMFGVPGGLPGDIRDYAWGPEGLDHIIT
RLMDQMQGGAPPAPSHVIENLPDMVVTEEYLGGDKKECAVCMDAWGAGEVGKKLPCDHLFHNDCIVPWLKAHGTCPVCRL
KLYEQQGQQQEAGPRRAR*CLGGEVRYLLGGAV*TGITNVHVTTN*QLKTSRSNISKYVCVPVTAGIMFLCIHPSGSTFS
ARNCLYFK*YAAMRQIAIIL*TMFFCLLLELLFRWSRVHAALMKDVLCRYSIGDGNWSSDLARMNCCRVEFCMVGMLAC 



>Apar_comp44865_c0_seq1_fr6                                                     
TKNTSSKRELMFSLGNFC*FLF*QTEKESYTITVKNLCRVKSRGFKFSGRENLLPTSLWFGQRTLDLGESYEGHIYSTCK
*LFRLT*DLPIAKLFVFLFAPLLFCHSFPLFQGFSRMSFSWGFPFGYGGMNGTADHRWDGQPMDRWEILQVYMDSFFWFW
LFWGSVALVLLILHIFRLCYDAVQDHKTRALLPVPVESVFSSAHSDDFKTCSICLEDFVESDKLHWLPCSHVFHAACIDE
WIKGNHLACPVCLTPAKSTEGTPLGAIPPANYQTIQVDPPTQPTPPAQPTQYQWGIIRPAINVGP*QKA*KYEKSAPFTG
KMHSENPV*RTVDSENYWGCALSASIVKWYKCTELKYIEWTVHESTPRDPAHVAHTQSQPTLPTCCFGHHPLCVCV*SLV
LYREITTWCMVICRMI*YSKQCIFTMIQFQLLGFIFAVCRARVQVNVHVVVVDFFF*KKKLIKCVPVASAFYKSSL*KSS
F*YVYDENIQQLDTCRLVLCRMRDVCHIKYVRIKKCTVCCVHVHCACTRNFCFMRYMYAHMCFSL*ELYAFIT**GTISA
ND*VDRVWCACIQACSHPWLWRHTWWHLYECVYVQMRVRMFFVL                                    
>Apar_comp65203_c0_seq1_fr6                                                     
ACAG*D*DNVQVPRCCCNDILTLA*RRNTHYCQLVNDTTFVAHLKRILLKRKHLFSYSFSRKHLSRSVKAQHKKGQLLFL
SPHATVIFNMVPNQELKDLVTCAICLDPFKDPRTLSCTHTYCLDCLKSIHAHNQASTLPCPVCKAKTRIPEKGVAGLKCD
LVTKQISELVRQKENAVKEEPEEPAPKQEIKQEAGTQAPGHIPSPFEREHRQPTDNGAGAAGRRPAATQVNYNEDPLAGE
GVEDEDQEDEVIQRRGTKRRRNARVVSDSEDDSNEGGGGGSESEDGG                                 
>Contig997_Corallo_2_fr1                                                        
VAVVIIREQKAPPVNILVGEDSVPMPVVSVSHTVGQRIMHLMGQRAYIDMGQELKPVLNFFISKYLHDAAVATCVVLAVL
VIIMTIRTIIENRRKYREELQKVEVQKRVYELMASLPVMDYRSLIEIAQHRITQAREGITAATTQAAEMARATAAAATAA
GQEPEQQPLADEGESPTEAASAGGTPPPGDDEQRSSKDSAGGGDNSATLVRSDSPASSSSVESNDAPSTPGSPPPTTLAG
AAGSVESDPDTCSICLDEYSFECKIRTLPCGHCFHRVCVDPWLIKNRNCPLCKLDVLYANSKGVLGIALPSVMQNNADAG
DAGVAAACRRSTSADNLREFMIHSNPETARGRIASEFGTAASIHSTHTLNAGPEMVYGSSGRGGGGDGNGTTGSVVAQSG
SSSAGTSMYQQMLNLLNIPLHGINNIGLGSSSRSGKNGDGACHKSVPATPRSRESSTASVAEGSSSVPLHSLRYRKTARR
DLRVSSQEDTTSTTSDATKGRRGGNRRGSDHLSQPQPGSAMSHHRAMSTSALSSYNVTDAGEAMFGSTHVAGVERSRDRD
EGGQQEPSLFSEWLSANKREGNRKGSWF*GTSMTPNLRRLPCAHVVVLYPNDLGL*DSISIAFKI*QCTGVFGSKQKWNS
KRSWPSEGFMAHVKLAKTARSVFVLPHPVSTCRRFAPVSLHSIPAARRWHVRWHSAHGHR*PPSSC*SCQSGGFDGPIPC
PCPSPVPSNRPESRALLQRFRSSPPRVRRW*CA*CSSPCHSHQSLRYSGSPRGAVRRAAR*PHRWPPDLFLDRKPCGISW
SLQCSSGDSRGRCNIRSTFPFASIRPLQRACSG*SDRGRHRRG*VALPVDRA*PGSRHRPCGSVQRSSSCAGWKPMTRQ*
PHWPAAAWQRFPGVPSHRRPWLLVTV*KIIYMYKLN*RK*RLLKPERTTRVTDFDKVWRSSFLLFLP*LCPTPESSRKPI
HRTPPLEKQ                                                                       
>Contig1657_Corallo_2_fr1                                                       
LYSTR*NRYYSGHL*A*SGSSPRARRPVVGQPLQ*ACL*F*LIRGDCSELDLIVVGDS*GQDPADT*RTKYQSGIKGKNS
FLHLLQVILSLAGEVDLAPISRP*ENRRTQTMHTERELRTGVGHLESSEGRGPSAWGQATRNFSMVVSSLGRRCATPFVT
AVLFLQLMICSLSFFDSQVGAVIAVTEERVSFAFQDLQASLGPAFPEDGLTGFTVVPQNLEGCTPIDVHQLKDKESHSGG
EPGLHHSDGQDRPLFFLLIRGGCAFATKIINAQNAGADAVIVADNIYGPLLTMYDRDELSHDIHIPSVFVSKADGVIIRR
LATHTTLFTLNNNPQLTIATVSGPFIVVVVLMVLIVVCYAIARQRRAGLLGHGSRAVLTESILRRIPMRYYQKHEFNTGC
SICLDDFEEEEQIRMLPCGHEYHVNCVDHWLTTRSATCPICKRDLIATMNNTGTNNSNCTNCNSRGTTPTGIAPTAMLQV
NTNGSHTGAGYNLDILDEDTPLLSSNSASPVGRLTLSPRAMNSRRSSTPRSVIAGSSSGSSSSGDSDIADDGSDMCVVNM
QSSDEGKYA*SIDKLF*NITYLYKENGMTSFDFTTTRVFMFMLR*FFPIQQS*VSCNLFATIGPPIIDVLLRDLAMFPFF
VGVSVFGRSRPVD*MRTRAEVTCRRFRDNVRPWTGTFVFEDFDCHLRNLSVR*VHRRMVRVLPNVHPLRCRNFSFATYNF
LRFGP*QGHKINVGGVKGVSMHVPEAQNAQEFGLHTGLFQDFPHSCFMKILGTVTHSTRKLPMRFLRDSVFLAHNKDLTL
IVDNKPTDSNAVGGVLWQSVRFIGWEPQIEHRKVFLGMMEAKSVFMQHAEEISQAQGDLDPKPSDSVLSACLNVLSENRT
ELFGCRFRRRNQPVSLVRQIYSESIVPVLVSLKGCVQFCSCL*GWHH*HFSLCLRTAMAHDQIPKL*QCECSLY*VSPCA
KVVWLFHQ*SAWFMKGEPA*NNTAMLVWRRPGPCSGSAVTQSGIKEGAAQFPSAPPGGEGFSNEGESGSW*C*AGSATQC
LALHLSEWNI*QTIKH*EF                                                             
>Contig2130_Corallo_2_fr1                                                       
FLLFYFLSFSLSFLSSFLFFPEH*YRLPFPARTVSWTLGGCASLRPETVRGQRHDVGFEGQVHNFCHSNFAVIFTTTGCI
RDSRN*NVIVSFQTSAMCSIRMDSKCEGRQCT*PR*FTAQGDSGFAERGVRFRKYLKEPTMDVISNESSPERFQSPSQQL
TRSRSHNMRTANSVSTESTPDCFRSPTQHLDRPRRLQLLRLRQSLQAEKKKHKQQAEDRAESTSVALQEGKGGQSIIDIE
SPEQSPGKSNQDGTPGQKEPCAICYEQIEVRGWIPNCKHEFCYACILEWSKLSNNCPMCKQEFTELIEHKVGEEGVLDIV
HKMEPPPAPVETVEELAYCMICGNCDREDVLLLCDGCDQPYHTFCVGLNRVPYDDWYCHRCRTVSVRRGRRGVLVLSDNE
SDDGGVYYEEDVIMLDSDEDSDIEILSD*SQVLHNADSSLLCSGNFYFIFNLARHCSSRFGTRPNGQSKHGRFRSQGRLD
WSKRKSP*LLESGSYRHWPGLWST*SSKPPRRPSPIQPGRRRWRASDTWDSWQQTHG*YHASRNRKQKSAQQYPCLLL*S
RKKL*VLVLYPIE*TKPINQNLIPAGTGQARVQIGVGFWRQEGQRKVKTSIKEQSGAKETHDCFRFPGKRSSGQQACCWY
R*VIRTFLLLRDG                                                                   
>Contig2131_Corallo_2_fr1                                                       
FLLFYFLSFSLSFLSSFLFFPEH*YRLPFPARTVSWTLGGCASLRPETVRGQRHDVGFEGQVHNFCHSNFAVIFTTTGCI
RDSRN*NVIVSFQTSAMCSIRMDSKCEGRQCT*PR*FTAQGDSGFAERGVRFRKYLKEPTMDVISNESSPERFQSPSQQL
TRSRSHNMRTANSVSTESTPDCFRSPTQHLDRPRRLQLLRLRQSLQAEKKKHKQQAEDRAESTSVALQEGKGGQSIIDIE
SPEQSPGKSNQDGTPGQKEPCAICYEQIEVRGWIPNCKHEFCYACILEWSKLSNNCPMCKQEFTELIEHKVGEEGVLDIV
HKMEPPPAPVETVEELAYCMICGNCDREDVLLLCDGCDQPYHTFCVGLNRVPYDDWYCHRCRTVSVRRGRRGVLVLSDNE
SDDGGVYYEEDVIMLDSDEDSDIEILSD*SQVLHNADSSLLCSGNFYFIFNLARHCSSRFGTRPNGQSKHGRFRSQGRLD
WSKRKSP*LLESGSYRHWPGLWST*SSKPPRRPSPIQPGRRRWRASDTWDSWQQTHG*YHASRNRKQKSAQQYPCWYGTS
QSADWRWLLAPGRSAQSQNLH*GAKRC*GDP*LFSFSGQTFFRTAGLLLVSVGDQNFLAFA*W                 



>Contig5067_Corallo_2_fr1                                                       
DLES*KGFSRLYGH*RELLSITTRNK*VIDHYDLYVEDSREDTAMSAVLKNC*NNEKELIE*KMNQNEPIYISSGDEVSD
NNDSVYDGEVESPYYDDGFDEGRGDIPMTLHDQFAILRSRGYAAPSAEWLGAYDSGQRIGHNHSQINVVPHQAVAASEQE
RRMLETAIYESQISLTETLGNVEVGVDDIDMVSTLISRQLALPEHLHERNCAICQDPLEEQSPHDGRTTMDTPIDNQNKV
TIIKQPTEDLEHRAGPRHGGVRELVCGDAFHDDCIRPWLKRSVKCPTCRSDLTTHKIGEDVMAKKVEELVSMGFDNEKSR
RAVEETNGHIQRAVELLTSEPDQTAEPQQQQRKGSRPDDRSPAGEEFTKVARTQSTQSPGSRISTEQRSWAQLASGSINR
ARRDGDAMVQDTPNSTPVKSTRAPDSVTPEAAASSSSGTEVQEQIDVLTALGFTRDQCITALDLCNFDIESAAILLQTGG
VG*HVRMKCFV*EEI**MVYFKFRFFSFVWTMSMRSFVAAGNALSGIYGYDSQCPRYLSPVACG*AWPQRYPTLGGGSSE
DPEACRTYARHHALRFPRQ*CSSARAGSWQAREL*RQAWYCASAVQYALVVPVAGASLSRAYPTNLALHYRARCWCAAGR
SSTPTALGSAHPRPWQQFSG*GSPRVLY*SLVAGAARCGDATIGCVPSVRRSHP*AVG*YGRVRPHHCACLSSMR*ASTV
GRTHNQRHHRS*HTVQPVTSPVMCS*QKYRYMPKNPIFC*YCCVYDGATCDATASEELC*RASCLPRTAH*SQKTCSF  
>Contig813_Corallo_2_fr2                                                        
VYVDRAAEDELLSIRTGPSKPQVYLYHQAMCTVANQAHTVENY*S*IS*ALLQAST*RNTAFGCVYKSQGARRTRPKHTL
*QPRESKCPSLVYHLSLTLALYS*MSTGFETATRNTESTTTSAENTTLKTWLDQLSLHEGAAADAAGGTALRATVAACKA
NDPFYNPPTPKILDDDHFSQNDDTPKTTTTRAVVLNSSEPDHCAICFDELFFESKATLDCGHEFCLVCILQWTKSCQYRN
QQKRCPMCKVQFEHITCAFRYDGEFTNNGGERVLADLMAKARWLQVPEPGDGMKEIFNADDAVAFEAAEEEDLQLSSHHH
IRSHSLDEHEHVHEDVWGEYDYCDWADEEDLFRRVGRGHWSRKRESENGSTTHIVNAQRRSPNGGGGSSSSSGSRTSTST
STPTSTGKKMGRRARRNAKRREADAKAAEEMLGCGSRTSM*ACIFSSIDHSIAQNSFVRKTLSVLQR*YFYVVHSSVDGH
ANISYKTFLDDLSGILTRSAIAALL*TFYMFMGTLLHRFYGFHRHDGREYGTGGPYPFL*SFSCAMSASQKDL*EKMSPL
TRRRRSELTDRPASLQTSISVTMAP*RAVTA*CPLC                                            
>Contig1649_Corallo_2_fr2                                                       
L*TATLSTVVTNNSNVYRVSPSGRTIFVFAT*PESIHLPNFNFQLNFLIHIERIRA*YHLIESAAFIKMGATQSTKSRSR
SASTTLSGADSTTGGVSSTSSSVDTRSSHHQRHSAPVQGNDYGLHSQQQAEANAQAIMSLQRALQASNGQAYLQPSSDGG
WTLYSSTNGRTYTTHHISGNVVSPLTAGGTNGNAAYGVSGITPGRGYPAPGRQNGARSSDPSAEAQAEMARRMYRYYRRP
RKFTCNFCQKTLEIEYYDEHTANCVKAATYPYNEEPVGPELHGRECSICFEDFESGQRLARLECFCVYHKKCLTEWLQTR
ACCPEHPDLEPSE**REPNQCNPPWLIGKGRNFI*KHIHYIIYYIEYMI**                             
>Contig2629_Corallo_2_fr2                                                       
RKVTIFPSLIYASIML*VIHFSALI*QKYHNMGQTTSRRRTGTDARSEAENDGIDLSWVDATSLARVPSGGLERAVGTLS
RENLVALVFSLEQERRINVQATSTSFGLRWRTSSARRHSESMPVYEQSAEGPLKCNGDKQFCGNTKAALLEIRECRRQFK
HQRKQLETLLTEVAKLRQFDLAEASSIYACPICLDSFDEASVGPKGLRQISCGHIYCETCLNEQMMMSLDDQRVGFQPMR
CPVCRAQYSPPAAPISVNEATTLMMLREQTGAPKVSLSVIPKTSHRFFGAYNPYYDYWKAALLLLLLISPLWN*AQVI*H
*VLS*SLSSPVPYICIHIHIHRPQDII**ESEQDSIYVIAHSQASSGCVFFRRSLGIQRTG*MSFRVGTAFSKDNPVNPK
SV*NGSVMSPGLSAIPPVSVSCAFAMKSISFSLLM**ILFSMARDASTHQL*QTSGSFCGLPFNPPASSCRSESHQLKRS
VCACSKASRSHKEPRQQ*ICPACDSDPGAVPKPPSKLMQFRTNSLAFMRSMTLGVFSRARVASAQKEKRVSISPQWSPMN
DPSGCCSLATLCAILLAFTKSSFSYIARI*IADRVYSR*VS*PGAGAKAPSCSS*HSMTKAIIMSPSSPVSESLVPSSSP
MRSSAVTHQ*MALIFRY*PIAISSLSASSRPYLLRNLACRSKEICVVAIFLCCFKHSLSHYIGLL*DRIQSNRINKTQAD
RHFSTLPMSLEYHS                                                                  
>Contig6258_Corallo_2_fr2                                                       
GCKGYFRTDSGLSNLSTLLVS*EHHGREDELDEQICN*ETLAGSLNLAASQNVRNMPRVTRRSRKTEVAKSPQVSQEIDD
MEKTIHKLLAMVRCAICWADVPSTPVSTPCGHFYCKECISHALQNRQVCPICSEKITKRSLREAGPQLPIFEALRDIQSA
IDKDKLVIREDGPLPTQTQGTPSQHRTPLQDIYSFNETSDGPSTLKKSENRSVKTSRKDSGKKTPGKATARNKRPAPKTE
NTNNGSKKRTGLATPDRMISGEESYHTAADHSPEDDKASRSGTVLGSYSPVAVVDDDAGEDDSLLPDPSVPKPANLDNAN
DPTYAPMGLPSSMDQGTNLNDTANTIDLDKAVTGDPKPLSTPTEDLGIVEPSQITSGQKQNNKDDDKDEEDGEEEDESDG
EEDSSEISDNGKPQGQQWFAFWAKSVNNDDDNKEVNENSPVKSKDDMPQKASLVPSQSQPSPHEKSLLHNAISHLHTGSQ
VIGAVGHRLGGRRKTWTKQDDLVFMCSGLTDEQTVKVRKFADHVNADVESSDYPNTSHLIMNEPLRTWKFLHCAALRCKI
MSFKWIEESLSAQQLLPETTEGAALVMKGVDGCEDGPSNIIREFNDLDNNWVRPKPLFGGEFFFFRPQIGDGDIKVSDLQ
LLIEEAGGEHKLTGLNPIKHALVYYIDDANTSDRMILKRTRPVRGPATYQVQVVSIEWFLDSITAYQRLDLSAYKGSRIL
KQSVP*EISLQPTYNRYNVQPSRNKRLILDLICH*RNPMDPKDERGDINRKTCRGRASPRMPPTRFFFFFALFSLFHLAL
CARASWVPKHGGTVLHRTYKEG*ERPTKATFSG*ELSESLVFFLHLYWDTARGKLGGG*VLTRPTPKSNTRKPQ      
>Contig8754_Corallo_2_fr2                                                       
LNVQVENLSNVKMLDGDDIPTIDGNIIILSSVSADDPEEDEIRHEHGCTICLDIFEDKQEIRRLYCGHVFHTGCIDSWLL
EKKKYCPLCKCHAMGPTVEDEETRAQEEAEISWAIAQVEAFQRSNHHRRNRRGIRFNLQRGRENDELRATSTTVQSDVSN
VTGISDDVEMTPIPQGNDLVV*                                                          
>Contig1128_Corallo_2_fr3                                                       
RPRKL*SRKKIPHSKE*Q*PTE*TRD*IKSNKMDPEECQARQEEPREQESEQWYWCHVCNKRVQLQGDHFACPDCNDSFL
EEVEGVGSNEQAENDEDDSDSEADGPVGAFARGLGALLGNTEGIDVQPVDTGDGHQGAQVQVTIEALGRLLGVLSDRSSD
STNRPNTRSSTRSTRSSTRHARQSVPESHEGRVSEDRRPHSAGSGDDLVAEVVDHVDNEDELGLGHDEENDGDNEVADGS
ETGPLPGNPGDTFSDILMRFLQAALAQNSSGRGNSGRLPPGLELFSMYGSPEDYAWGPNGMDEIISRLMEQAPNQGPPPA
SEDAINALPEMLYTEKHREQGWDECPVCRDTFELQARLRHLPCQHFFHFECIKSWLIVHGTCPVCRVSLEDQGSTTQSSQ
*LSRGHSGTSFLSNRY*FLY*HI*L*T                                                     
>Contig1560_Corallo_2_fr3                                                       
NKSMVHIDWVKEEIVEKVLPNLGTRKERKKFGRKG*RVDTLCLDSIAILGNNS*FRTEICLNRPIHTENHIDMTDIVEDT



RRREIREGKKPDHSVTNDHSANGEHMNGHKTNHNDSLVLKRVSWRRAEVLAALGEDDVGGFKLAIDAQDPEVVDKGELLR
ATANSGAVECTKYLLSTPEVEVNAVNEDGETALMRACLAGHTGVARELVEKGAKVNMVDKDGYSSLHNASSRGHADLVEY
LLSSKALPDTQSHKFKSTPLIAAASRGYRDVCRLLIEAGARLDYRNIIGDTAFDCAAEGSWLEICNLISDVAKQKGIDPA
HHVVIDFIVESQRLGPPKAFSSRFLLAEGDMPFFADPATGKAKWREEVELPTESVELLLPLALDNSGPNPAGSNVSDDSE
PEGESNAPRKDHNTPRLQVVPAKWVWITDWCVDMSHGLVDSEGWQYARGWSGPWLPKADRECEVRQRRWCRVRKIAPLMW
LDPTNQQNHQHLAIREAREDAVPPVRKQSASPQKTPSKEHVSSMHSRKESIEHLAARNAVDDDDSYLDHSAHSVASSLAE
EEFREPSSVLQVANAAPPPSLGPRSRSRSPGTASTVSGQSAGTQNLPDAARGRTMTPLEMRLNERGLLPMVSETGGPRRH
IVRRTTEFRARWLKDNVVADCGRCGVRFTIFKRRHHCRSCGGIYCDSCSSHTFPLPEYDNQRLRVCEACYEILKREYDVA
EKSGAHRKPAIEQIDDDEGSDQDEASRKRHFMVAEDSEHWTIDDCPVCYRRFRVRDPREMEKHVTECISSAMETGTGRPG
EAAYVVTVAEKNVEDIECIICFEEYYEGQEVATLPCLCKFHRGCIEDWLQRGAGCPTHNREQARKIPGNTAH*FFCSTRS
RCPALSVICIDPPTIKDH*NIH*SHHDAPEEER                                               
>Contig2271_Corallo_2_fr3                                                       
*WYGHPV*SVTCFK*TANQNR*SRRDQ*RSSSAVCV*DLYLV*IFTTEQLYSYTGFQKHMNLPGQFYFFIDPTGATEGPL
QTAAPVMNDGSMTTTNPGDGVQNPRNNGVAGPRSPHTDMTDEERVEMALCYLESIKTLVTEYRDGLRLDQLPQLKSDAAL
EELRQMASKLRNLPRGDTPPTQDEPERRETGRTGGQERDSDPRPLTQHDENNRNQLRDDTETQLFMLPSGQILYLQRTRG
NSASEEPSQQSGPTNQGQRQITYPGQTQDSEAPVPSSTAQREGEHENRETQQEQNPGPQPAGARNIFEALNQAIFGALRG
HAAQQQGQQQGPQQHDPQQHDPQQQDPQQQQPESGPEQRGPTDEAVNRTGDETTTQPRAGTGRPTAAFRQFTFHPGGMTV
QQGPQRIMFRGDPAQLFRMMPPLLFAGGFEDILRQLMTEGPQGNPPAAREQVEALPQRPYPPSGDNIRECHACSVCLEEY
TTGGEVKIMPCGHFYHPGCIEQWLSLHNSCPTCRAELRPDHGSNVETMRQEAEQARDRMTPREERADLDFPTAPSTSDAS
NDNAGQSSSTGARLPTAPQPATSDGREPSPVPVPLEDSSEAGDDEDGSTGHGTTHTCQTC                    
>Contig2955_Corallo_2_fr3                                                       
FISFQFPRS*IVNNM*ILC*STEAKISVMLTGESPGRSNAAHPDQEWRRNVVIDFSNAVDWLKSSSPFILLLFLQTVKLS
YVVAAVTGIMLWVFTYQCTQLLQDAVARRQHHKLALLAILCALGTTLFKHICGIQYFTKTDSWQSLVSGITLVGTHKPMT
VWDTLMVIFLCDAFAAALALTLKLSLTYMAMCYGLRYQANSSAPVGEEGMSNDNEEGPRDTSRTPSILTPGWHVEGWLNL
CENSIIFYRMLLPTGFWIQYFMREIRMVDFEEARAAVTIGLASEEDSHEPGMQKVNTDIVMYHIHIFWLFALLIMYVLLK
AGFAFGQGCKVFNSLDQLTQLRKRTIWLHGAAHWHNWLAGSAGEGLSHSPERTKESSGHAIQSSMMTMGISTNSKSTDMY
DYHKEPRACPVCFDPLDAVKVRLRCGHMFCDPCLTQWLKIESTCPVCRADVPMINGQCWGGGEMYMSVVLF*MEQEFGSL
E*KLVFHLTTKSL*HIISVR*NCLLSRAICTHIERGT*VV*SFVQFRNSIRKLRKRVLVVKNGL*FCGDFVHTFSCFNVK
RTLVHSKNLFQIVNVLYASQ*HSQVTNIYM*FGIHTPCERASIPL*ARVTCNLLH                         
>Contig3240_Corallo_2_fr3                                                       
TCINKL*AVRAITGSEDMAM*ECDTIKNSDHRRLYRIALELIKNQTDTMAVALTTRSLTVVCWLVLTIWVGHTFYHRQQF
FPAMVDLQRSEIFSILLRTSALLAGYQICKGIVAMLFGKLRSMETEMVVENSRIAVFETLLAMTVFREEFSGALIYPFSL
LLFIKVLHWLCKGRLEFMEQSPALSWTNHVRIATLCGALSTLDCYMVYTSGREVWRTGPTMELLFGFEYFVCNLLIINVG
VRHALHIVDLVREHPLENKSQYLFYMQACLDFVRLIAYSGFFGVILHNYGMPFHIIRDLYLTFRSFLKCIGDIVRYRQAT
QNMDQKYPDATAEDLAQDSQCVICREDMTAGKKLNCGHIFHFACLRLWLERQQTCPTCRTSVLDNTATNRRSAAARVVAA
AQPPQADAAAQDGSGLAAAGAAAASGADERAVDGTQSAGGAQSKDEPTLAYPTIRAGAFAAGALATGAAAPTTSGSAAFA
SGQHPPPFEYAIPLFGHHPHVAQPHSRPHQQAPPLSPAMAMATTASALPTSVENNVVLEKSVLEHRLRVLQDMNARLNTT
IADCLHLLHSLEQEEQTEAAFTSSPTKQQHSKMNGNTQQSPSSSASTS*AS*LHVTLKLLDPYNKEITH           
>Contig5862_Corallo_2_fr3                                                       
L**V*SVDIGEHGIRSRAYSVRRST*ESMKQTTLVLVLTWCLTWFLGVEGGLINTSSDVTTFLLTVHHSGNIEKDVYIAL
EAVSPVQGTFAISDYHDILLFRDPTLTGCRAMYDAVPNTMPAVRLGGCSVEKKAKAAIDAGFRIMLLLDESSHSAMKGKA
DEDTQFPIMPGPEPGLLILVAAYQDSLVIDQLLSKSDNAITVSLDILEKYNPWIESWLPFLGWSFWFIWLCVLSWPLIDV
FLRWIARGPLGCIIDFFDRRELLINVVPYPHPEMQPEGLSHCCICLEEFVISEHMYMLPCCHCFHGECLSGWLKGKRLGS
DKTCPMCWQQIPTEFSPLLGLSRNISRQASNASNSPGPSQGICIPNRNDPGAGTSTQVAHSAPAGRGQN*QYSSISIT*T
*QPKYDMDYCGPRIILLRQAPVNRYTTSWMKEWVPRHPRWLSEVFHTLPTLLCLSREFHRIVLKERKETMNFAQR*MNPG
*SDCS*R*IYS*VYEV                                                                
>Contig6424_Corallo_2_fr3                                                       
NMLNTISRIAYSQ*NRHHTLYSMLLKTFRIPVR*SDGNTMTELQAQMEEWAMELEMLQSIYPDEVELLHDWTDTDDNGFR
IHLHPRTGDDEDARLLLIILRFDMKRADGTVNVDIEKSRGLDPDEYTKLLVKSRDDLLEGKTLYECIEDAQSYLTDCNDR
PGGVCAICLEPSDARPEMKKTSCYHLMHKRCLGKWLNYMTEYTEKGVPCPVCGRPIDVSDVSPVPPLESAWDAKTSRTAD
IPDSIRTLQDERGKLFQIQRAKGGIIDKDMRENVFVLTSSSHGQQSESSSERM*PHL*LKKSFI*LAST*THKTSPSCIQ
>Contig9751_Corallo_2_fr3                                                       
VSATRSASDEDEDDGHNCPICMDPYTTTGEHQATVLKCGHLYGNRCIRTWLKQGGLNK                      
>Contig1412_Corallo_2_fr4                                                       
KRFLVCVGCKACIRREKYPVNFSRKRDNASLVT*SKG*RVFSTILCLRGSPVHWLVL*DQRHFSFWELTPGVTAKRNTES
N*VGSISILEFSKILTMDVHSKNVALFTVLQIWDSFYEELKLHFLRLCYVVIVLSIVYVLSTIPVLVLVIMPLISLAVSR
KLQQAALQERAWYRRVDGLDGLRLRLALMDRDFTAEDYEDLILLDQANEKKRLTEETINSLPSRKVDLETVAKGEKCTIC
LEHYEAGEELRELQCGADQPHIYHKMCIDQWLTTSVTCPLCKVAIPDTDMVKGSSSSPITTTTSTGGRHAYSAPSTLTHR
SPRRVPTGTSNISSTTNTPIHGESRTMEAS*TGPTP*VIENKIESETRSPFLIEHTNTHNCHIINITYIYIDIIICSEIT
EHDPVIATYLP*LYYTYEFYWEAMP*TWSFMSTGITHFQP*PQSSKNAEIINGE*LQNILEII*LSWWCSCCNLWKIAAR
LRVDDLRII*ANHNVGLLFWDPDHNQMYIHQIPYRFFVLTDFLEPTNVEFSQAGCARHLLVSQFSSVAAAGVLG*IVALG
QLIKVNFGRLLVRYVLPFKNVEHDALVTVLVVKDLLIVWNFTKGTDVQEAGWQADRKGSPVERTQSVLLLDHCSSSLSEL



LVYLLQLTMRHITTVCVPSFSVLF*KSHFRDQ                                                
>Contig2169_Corallo_2_fr5                                                       
*KYGSVKRSGHSCI*YCCQWTLGGPLATPSARACIVSRRTQIHSKFMTQTRSDR*VSLFAHICAAFGGPSSQRHAVLIFP
*ANYCSQPLPRFAAAAAHMPVEPETKECGRKDIGKYVCLQ*SPQVMHVRGFSAHFPGCDCSWKRKPPKHSPTATHHSCKP
CATVRAPTNWLTYHLQNTSNVVNSFVPFAQNSFSGGRQKWGQPGRIGNALLRVSSY*SLDRKRNELK*IQHRLERLDGKG
LRAETRIVTDTMDVDFEPDRSESPNRMERRQRRAWRMRMRGQRAAGEQVEFPTLTNFSIFSYVIASLSLFMATISHASYE
LNYDDIEGSPDEVSWLRGKRVVMHMFENSLPLMVLFNAVFCAFLFTGKVVQLMVFGALRTMEKQLLYERLINYCLVKSMF
MFAVLSPDLREIFVWFSWLGFMGLLRVLAMMGRDRFEYLSFSPSTTVEKHAKILFLLGSIMAIDMACLAGAIQYISVEEG
YVGEAINMFLLLIFEAVTIAADTTQTLIKYGIHLYDLRVDGIWESKGIILYYTDFVADVCAHVMTLLHYMHILILHNFSY
TLIDMVLFFHLRVIYNQLSQRFTAHKNYLQAVRNLETKFPDAGTDELAKYDDSCAICRDNMQSAKKLPCGHMFHSSCLRS
WLEHVSICPTCRHNLVDEEHQQAQQQATRGPIGAPIGAPARADGNDSDGSESASPARAGAGNQEGESPRAGRERYNLRRW
FPISTETRRETRARSMQENEVNHLQQMFPNVPRPTLQSILEQCGSSMAAVEYILENEDLNDANNAASSGTEHVDGGAYVE
SQSEAPSNHGRSTPVVYNSNMTESHSVPAMLTTAEGREAFITGAAQRRRTTREDLIPFGGFMTKVAGLRRSLRLRSRPSQ
TDSVLTEDAAGEAASNRSNGNNGSANNASYGESSQEREESLNSRKDAALRAARERWLQRNGH*KYTSSATYHNHRKGNRI
T                                                                               
>Contig2961_Corallo_2_fr5                                                       
PYTVTAEEHQHHAQCSSGSPNHAFSRAETPEGEHVPVAASALPKPENVVRTWHDKDKDILGCEHYMRNCQLRAKCCGKYY
TCRLCHDEHEDHTMDRYATDEMRCMGCGLSQTPRATCRNTDCGMKMARYYCKICKLWDDEENKNIYHCDKCRLCRIGQGL
GKDYFHCDTCNVCMSICLKNAHRCIERSLESDCPICGEYMFTSTRTVMFMQCGHCMHYNCYSHHIQNSYQCPLCLKSLGN
MTRYFERLDEVMEAHPMPPEFVRERSYVLCNDCERKSNCKYHFLYHRCAHCASYNTTTLKTFTASSEKASIDPQQPRATT
SSDTENSEKSESTRDNDESGMELDTPREVEPVDTDDQDEDEVLDVSDNDTSAGDISFTERRPSARLRNQRLSEVADSSED
EESPIRPPVTRSQTARQRAPHQPNLQ*VYHLSMKPILSTFSLIW*RITTHIF*GIIIVLPLL*GIINSIQYNSISIV   
>Contig3461_Corallo_2_fr5                                                       
PLGRHQRICVKVECLTALNNNKIANPILFVLQSLIGVSQDTE*I*KTGHQPIRKNE*VASPFDLDLRVKF*FAVCDQQTR
SNIRV*QFRQTGTMSFFKDLFGISKCCDPQFFKHETDRIIVVQAPSSEAALHTLPSEYHDDDETGLPQSRGTMPAKYQKA
FNRALGRMLSRHGNGMMVCNFMGTDIFPPLAEQFQRNNVSVVDFPNTVIQPDGTTPPGVAAVSTLGMTVKGWLEADKNNT
VLIACCPGQAVLTIACVMAFLDSAQLRLLRQRLISEQERRALSGRKEKPRISPRLSPRRLMRRGSSSKTSSTKPSRRASN
PSAGSISPLRLSRKGSASTGPGTQAAKRASMPSMGSVTSMQSDVGVTPASNAGEIENTQGRKGGSAANVSPARKIVIANL
AATNVMKVPEQYEYEANKWRARHLEAFRSKTRSLGDNCPGLLQRPVMAERYLNLYLGMLLESNHDAHELVNGKSMVIEGI
DIHGVPNMSKGGSNLFMMIIGHSEVMYNSMLTMCGPVRCDKEQTQRFKVPKDALMLRDDCLIRLYHRRRNGAIRPLASVL
ICPQMSEYIYRRKLKEVAEEEGLIIARNAEGMYILVDPRELMSSVNSDTHEGMENLVLRLPATVAEKAENASQGSDEVVV
TTAESLTDVRKSPKEKENALYTDEDEEDSVEVVSPGQQPVLQGSSLRSTSATGPNLSTSVSSWSMAWSRADFDQELFDDR
FPQNFAIEVHFRLPVAKGTKESSSSSLSDTEEEELVAMTGPDGGASSSSACLAARVESECFPRVLSRVAETEGVDFGPEV
ATCTANAPAGEPQPRPSIEDDEALARALQAQFDREAHEEARRRREAQAQQQRRRSQQEMVAESHGSDRGSELRASITHVT
ALSTGSDESPTTRRSLTVPFGGVSPEGSQLRTSGHLLTDLAPAPAGTAGHEGFNAPAPTRLEQILQFASVESSDEPATAG
LGPGPMGPGPLIHNPGEQPYRVRSVGGYIFRSPSMGTPNSMDMVRASGHAPRTNAQVDDDRRMAEVLQEELALESTQRRH
GVNPDIRALVARLPTMKWWTTMSAKECQVCREEFEPGHAVKLLPCFHTYHTACIDPWLIRRGACPVCQTRIDAGLEHDEE
HQAEVARQQERERRRQELLRERQQMTARSRYHSSSS**LLARTTVCKKDALHDYISN*RRPLISS*              
>Contig6688_Corallo_2_fr5                                                       
TQRKFRDESM*FDGPRVNYT**VTHNQMEV*AKRRTNMGLCKCRVVTNLFCFEHKVNVCENCLMQDHANCIVKSYVQWLQ
DSDYDTDCGICRRPIGDGRETVRLLCYDIFHWECLNNYAASLPFTTAPAGYTCPKCNKSIIPSQHSASPVAVALKEKLQR
SEWSRRLMGVMESAAAGTGLGGDVGIMEKPQSTAIDMGAPQHSTGLQTGNGSGLPSRLAGKNSKPEVLEDNRGFVRKYLW
FVRDRSVQRIGILTGALGLGYYVLFMGAGS*GCNVELKHKKS*QGL*IDDIIVIMKLC*SRYTTVHDSCGHKSLRSRLDG
KDGMGNEANVRRKQDCT*QP*PFLDATFP*VHMHNEELYMPARMARVMDKSHASTKSKGESTSKVRTMLKTKRTTLRVVR
APPI*TKA                                                                        
>Contig1271_Corallo_2_fr6                                                       
FG*DNNRIEANSIDITLIWVMEIVA*TGLHTSICFSFLEYLGNNEVDPITTLGLGSFSHLRQIKMTEQTSAAVSVPEEQV
HNDVTEQQQEPVHSSSRTLRSSLRGSRSVTMSMELPNYRRSTSSNPPMVLGQANLRSTEQSNVTTTTSAVPEGTDSTGPV
RIQRSQSRDTVLSTASRASQRRGVRLQTINMATSNNTLRKLKIFWGIMIFWGLARAIVSSVMVGVYWDDECDKPLKIWLL
VYAIRAMISVVFVITGRKYEEETLLQSAAPGRPDRYSQSHGRAIRSHLNHIHDLFGFVWFIFGVVWFFGSDTCRDTAPEL
YYTTAAWILAAFGYLLWPALIMVLALLCLPVLLYSMNRMVGAENVNGARKSEIEALPHFKFHQSMIDDDGMDDSCVICLA
NYKNKDELRRLPCGHCFHVKCVDQWLRLKVTCPLCVTPIVERELPIADSTILDELENGTGRNADPPALENGATQDDPAAE
MSSSTIDFHRRTMREFYGPHASVGLQNNRTDRTNTNDVTSVDEGTYGPGGKTESSTKRRSACSSGDLSTVASTSSHEEPR
STDKQDKDEKDDV*KVLMNKHPTFHTTQALRGHFYLVLYS*MGYLSLVNIFSIHYHILNISFQALGWTCLSST*RN*LAR
HYLSTTSKTKNHTHSRLAY*SKGQKVVGRVCQ**GIGVSHGWKGVLVILAGVPLKSGGTIVKDHSVIRLILEHNVFFIIF
FKALRKAKYTIRHRRSLFDGHNTKTQDNMMIITYHSLARLQIRVMFLEPNSESRIPVQNSGSGGSFSTTWAPSSLTRVTK
MRPAHWHASAASRMARATCLSRRSALFCACRSPLRPEVKAKMVEPAPDR*APCAPASRAAFTIGFKNGIMVERCGWCSAS
SVAIRNESKSFASNALTKMATRAILKIASLRLTSGFRRPRAWLVSIPASGTKSTAWTPAGTVTRKVVHRSSTLSKAPICK
PP*IAGATLSGCPSMRAAICKNSSPPSTPSS*PASTSPASTPETIAADEDPKPRLKGIPFSQMYRRVG*GLPARRKASLH
PWTTKLSSSVGS*PAPSPLIIIS*FSARSTVR*FQMSTETPTES*PGPILALVAGTLTFTLCRSMLPIEILGSVVLFIVS
VVCV*P*KVYLKCSILFVLLVVTLQNVVITFQKRSLAHGSSC*PVFIKCHRSPRFCMCC                     
>Contig1272_Corallo_2_fr6                                                       



FG*DNNRIEANSIDITLIWVMEIVA*TGLHTSICFSFLEYLGNNEVDPITTLGLGSFSHLRQIKMTEQTSAAVSVPEEQV
HNDVTEQQQEPVHSSSRTLRSSLRGSRSVTMSMELPNYRRSTSSNPPMVLGQANLRSTEQSNVTTTTSAVPEGTDSTGPV
RIQRSQSRDTVLSTASRASQRRGVRLQTINMATSNNTLRKLKIFWGIMIFWGLARAIVSSVMVGVYWDDECDKPLKIWLL
VYAIRAMISVVFVITGRKYEEETLLQSAAPGRPDRYSQSHGRAIRSHLNHIHDLFGFVWFIFGVVWFFGSDTCRDTAPEL
YYTTAAWILAAFGYLLWPALIMVLALLCLPVLLYSMNRMVGAENVNGARKSEIEALPHFKFHQSMIDDDGMDDSCVICLA
NYKNKDELRRLPCGHCFHVKCVDQWLRLKVTCPLCVTPIVERELPIADSTILDELENGTGRNADPPALENGATQDDPAAE
MSSSTIDFHRRTMREFYGPHASVGLQNNRTDRTNTNDVTSVDEGTYGPGGKTESSTKRRSACSSGDLSTVASTSSHEEPR
STDKQDKDEKDDV*KVLMNKHPTFHTTQALRGHFYLVLYS*MGYLSLVNIFSIHYHILNISFQALGWTCLSST*RN*LAR
HYLSFTCKTTNQSDVFGAQFRITDSRSKLWIRGILLYNMGTKLADPGHQNATRALARVRSFTHGPRHVPFASFGALLCVQ
VAFEARSEGQDGRTCAGQIGPVCSGIQSRLYNWLQEWHNGGTLRLVQRIFGSNPQ*V*VVRLKRSDQDGHACNIEDRLTA
FDIGFQKATRLARLHTRVRDKEHGLDPRWDSNTEGSPPILNIVKSSDLQTAVDCWCHIVWMPFNAGGDLQKLFAALNTKL
VTGEHQSRKHTRDDRSR*RS*TAAERNSVFTDVSEGGVRFAGQTEGFLASLDYQIVIVRGQLTGTLTFDNHLVIFGTFDS
QVVPNVHGNTHRVVARSHIGARGRYLDLHSVPFHVANRDSWVSCAVHRFCCVCVTLKGLSEMLNSVRASCSHTTKCCYHL
SEEEFGSRLVLLTSVHKMS*IPPILHVLC                                                   
>Contig3503_Corallo_2_fr6                                                       
GVGHATSWYGRMEKKAK*IVMSNAGTVMGGPALVAGGIAHHDSGSCELGLPTEAEERPRDQVDDSNQEVVDGDVVAELAK
GVMMKEDVIPIETPRGLKVDLLSHQKSGVGWMLSMEKREREPHGGILADEQGLGKTIQMLSLCLLNPPSRAEKDGVAKRV
ISTFRDQASNKIGKNRIEAQKAVRDLTRQDERWHNLRARQPRHTRLSGVESNTPTPVKDISNLPSLSVKKKLTRAPYRNL
IVMPATLIDQWAEEIHSRLSGAHKVYLYRSGVHTMAPPEFLASQDFVLVSYETLRLNMPAIRGETKESQTNKRKLYEFDV
EKAGNIFRVFWHRIILDEASRIKDALGQSSTAVYCLQGKHRWCLTGTPVENGVHDLYSLFRFLRYRPFNSPVVFGRVFMD
MKCTPQMAVSRLTEMKIENQKFQGETVKKLRHALAAIMMRRTKEFLRDGNCDASIMFTDAQYEWIDNELTPEERDYYKHL
ELGAQYEFAQHVYNGTLGTESRNLIFVRISQLRAAVNHARVVHYRQNEVSLEEWGRKDSIARYKRKRASLSAQKEKVASF
KRDGSSRPQLHMDDEGNPQAGKDNVTSASLDVVHEDEESMAVLEKQRSVREKAKAFFSATGYAALQPRMNRSGQISAECP
VCVEIMTDLIRATALECGHFLHDSCLQSWGYPGCPSCNSSITKTAGLLEVMLEEDFMPLHSHLSVSSTPQRTPRRIPRRS
MQGIEGESRKLETSGWMDVRSSLSHHQRPDDPSSVSVEELGKEHAAEQAEYHRQMAEESRQTLMHNFYSAKLRTVASILH
RIFEVGDEDDPKVLVFSLSSGMLTLLSQMLDEKDIGWVRYDGTLTFQKKQEVIREFKTNDRKQVVLCQIKAAAYGLNLTV
ANHVILTDGWWNPAVEDQAINRVHRIGQTKPVRVYKIVTKDSVETRVEEIAALKRKAADGVVDDKEDGDRLSAQHLFGVF
GLKMNTAQSYRDGRRNFAAFTSVMQQINDNARQMNAAGPRTQDSQQLQQQATAPLEQHPQVVMAQENGQSPHDGEVSTAR
VSSPQAATEQ*HTHYIG*YITRAPSWTLKFPIASPLTYAP*LHNIG*QVDHLSSWSARARRYLDMAAGTDRTRHCGL*TR
GSRSTVRSHPGRLQR*RLRPQDGP*NQHRAIVAARYVNRIGSPSE*PPPWKANVGRVQKQFD*QLSMNCKLLNR*RSLQH
RARHRVCQVSHRIPSRSAPVCGSDTLSPDTKYA*RWYLT*QLC*AVLHRLSETLLPRCPSWPAIDPARD*FVPG*SQCL*
YFYTQHGANGTQSHLHHNPRLRCECPY*DSQSPSLPHPSACPPAPLTSHRKLLI*HSSPINQNSSTDAARFDRCPCSESP
SH*TLGDTGRLIP*LFEPSMT*RTGRFHSFPLLLALVATD*CRR*KRLLRSSPLRYPIGSPASRSWSPLRPLGHSLLLPW
PTSCVYFVPYMLARLVL                                                               
>Contig4192_Corallo_2_fr6                                                       
HLSLVRPCDQ*SQTNLECTDQGQ*RFSERPWLG*RLKVYVMYIIVLHEVTGNGQQSVTVAQRSLVVTAGERYKYPSFDVG
TRPLPHFQTRAPPVAESTGDPSLDRGGPQGKQLPDERKPGRLVCEEIFVLCARKGGLKRVKDTGPAEEERHIDEEDWIEV
TDHNMGHRKRSQSKASKSTASGHPSAQAKSSSKVTETGEQKDSHQNTENGNVTSIGFSSGNPRIEIAKGILHFFKAVGAP
TIPRGNNSATALMDGFGNDSTNAVDGTITPSTTPLPPVSTAEQAVVVPDKDDERRDLPRRRSRLVCITAVPLYMGHAELL
RFLGPSEQDLSSVRLVRDEHPNRYIALLHFRSQKAADRFYLHCNGRPFNSLEAELCYLAFVERVEVIRAPSIYPFTVTAS
ESMVTSTAKQITDGGGPKPESVQTQQLKELPTCPVCLERLDDQTSGVMTILCNHTYHCRCLSRWNDNSCPVCRHAQRPVE
ENSCGVCGKQESLWICLICGNIGCGRYSSGHAYQHFVDSAHNFSMEIETNRVWDYVGDAYVHRLIQNKADGKLVELPNPG
AHLSQRRGGGVIGGRRRRLTPQRQTAQGSSGPVNDDKRIRRAIPDPNTAGPSTTEPLLAASSSAEGWGAVSNTTRSEAGD
DDEDLPLSHHRVASAHGQQSGSNNVRSPLDDDDEDLLDECDDYDDYDEGEVDVKIEQEEKIEGIELEYTYLLTSQLEAQR
RFFQERIDGMERMLVEDRQKFHADYQGVYDEKQEFKTRVANLQKEKRALERKLTQLNARCATLQEEYKQEQSISEAMSQT
VEEWKVKYDTDMGAMEANIKSMTEEMADLRDQVKDLMLHFSVGNNADVAGGSVVGIGERKEN*RLLPSNLFARRS*PLKT
LYICLGLGLYYI**VDSWLRCRIPTLVHEAQDRRHVVHLLATLAHLLTHFNLVFVEATPILKADGLVHIVQRRGHLFVHF
LQFSRVEIIENGTRGLEGVVHGREDHPLRSTFGPSGHVNIVEALVLISVTNSTVLVGHNRSLLIERQSFQLMTSIAN*SD
HQTTWDLLNAIGGLGFDFFRDRIRNEFVHRHSHTPNLAGCLVADNFER*SQKAEFADLGPGT*VIEVAFRGRMISSVLE*
QLGQTLAGPR*SLQFLGRYLVPDILCTNNGLAIRQVDLFTNFLNSRSNLHGPSAANDKNALNA*GCKLLKGGAGNVCVAE
QILRRRQDACNVQGNISLTKYDGCVTLRPIRSRRLNQIQINLQVAVVGMAIVPPHKVLGTDDVLKVLTRDI*VAVTSCTV
RKYYTRVELRQFIHGHVITDSYIAVKVNLSRFHRRFKGVDAILDLRVVWSHTKANESVRQGKALQDVHFEVVTACLHEPV
CGVEASGATANDANAMQISVLQKISSAGRHLSPYKPSSQAQ*PHSVHAYHGFVDLLSTNCGPVLCDWRLSWPI*LCAYAV
LPTVSPQPSSHTMTQSYSTCSVLCTIEKRAQSYSLNLYHRTSQRRS                                  
>Contig4442_Corallo_2_fr6                                                       
RIIHNHRNLKSVIDIFAKQSGPITCGKTYNHM*PSGSGRRSWT*Y*HNQMPKGNPSRQPKGQSAAKSARALAQVGSGTGL
VTFESVSGSNDVGFDVESGSKAQSSGFDEDLTLAFDARLRGNLKKLYKKDATTRNKALNDLRQDVDLLVENQGVLLYFVR
QLDHLSQDVDQRVRLGYAELIGEMAKAAGKSLAPVLKEILPVWLLLQYDSNREVARRATEGFHATFSGEKRPAVYKHAEN
AICTELGANLLRRSAAEINRNIPCTPEEGRQRYERIFTASFAVLVHLAIAAHRTRAAEDGEYASTVADILRAKKFWQNAG
FSGNKSGASDGVKTSVSRNLQDLLEHYPQLVQARADVAEMVSQQIIKILNDTNLKRLVWQLLPALLHAVPDALTHAKSFQ
KSIVVPLIQQLRDVGQADAESVYPMVVVLMSRIPEELIQKTPEFYWDVLETLNRALFKSTLASEAKAISTAYQQSLLLPF
AQRAYRHVLLESVPEHIAGWTIVMKGISSMVSGGLEVLKESEGWSPSAQESLRRNLGNCFDIVQFCVFKAILSSLDAGAS



QVDLLPATENVVSGVISEMCGKIRMHSATGRTAEAYEQLHYGTFGGLCAGLAKQTVMSIVDVTKPSLVLEDGPAKLCGNY
LHDMLQDGKAMMRCAVRILKDTAGSSLAAQAMTSSSSYVDILTFCGTLASSVTDTSVRLFDDDGTAREVKLDDSDRQLVC
SLFALGAKHADKIPIGKDNVSPETIMSGMVDQALDALSVGAEATVGLSLFNDLLTEIQRRTFGDDFLSPSSSGLFVKVKK
LQKLLDVVLDSDFWAEEKLWPNILRTILGNAYLDDNTETRKREWFVSLVDEETIDVILEEALNLFGLDLEALTEAVNTKD
AEVMLLCTATVTNYAHIFSSYLSAPLRHADQHVSDLAPGVVDLTIQFLAIISDEPIIEAVTQTDTGKQAKDGIDALQDIL
VGAKQTILHLQGTDGKSSGQFRSAIQEACLGRISECIDDLVSQYEKVTVQNVPFDKIWTTMKSLCYMSDALEYPQTEIIV
DLIGRIAGRAAESIEKRRNKDLSPQTAPNDITMLRTLQGNTADAELEASLLESLSAPRIGGYGIRMVAACFGMYRIWYPE
EHVFATSHLDEEDTLSRLSWLMHYRNGKMHYFYMEAFYFVAWLRTVVGYAEDYRIAHCLPTTEGSLQDWPWVNFQSLTVW
LSTWQRPVESICQIDAPALATRMTSCKSASLPLWSRVLQHLFGQCAALDDVMSMLEANWSAPEGLSRYWTIKALLRHLHS
CKEDTMSPAVLRRIESFIFREDGDGSARGVVSRAMVALEYVEALEVYTIPVVCLTHDSQSPCPLNAHGDLHEYCGSTART
VLYDTIELMRSNEIDISSSSMSHLLSRAVYLMLSKRQNDGTYAYTFFNDKQRDWLWNEIETALRAGLTKEVLPEDLIVPE
DAKNVLDVTLTMICLRIYTDIGRFHLMNPEPRHRDVSVVDDKVVDRVSKAWDRLRTNMSPHVAQQFMSVLAQCGQSANRL
LDPFIDVVARAAQFLSHSDVVDSFEVIMLVESLETSLHISQTLALHEILRAFSLYTDSTADDETGDQDPESAEEAQDAFL
QEPVRVQRILELCVSARDKGKSPAEYYIHQTSLLLAWDLILEHFESVGAKRKMNIAGHLRKIDALGPIMGFICQRLGLGD
DDADLPSITVIPGIMTADFRRQRAGAGIYRPEGLDVHILQRTLDSLPALCRQWWSYQDSKTVQIRFQEFVEKHISPALIH
RQLSQVKDQSTVGDDLTVAVRAQTNEVIATYDRDEVTMTLPLSFPSSFPVKPVAVDKDGAKFVGVGSNHWRKWLLQITLF
LNAQNGSLLDAFRVWQSAIEKRFEGVEECTICYSVVHGTNQQLPQLRCKTCSNKFHSACLYKWFSTSGQSTCPLCRSLF*
FQA*NMTWILYSCTIILVMIVVISHQATPLPCAVFSACLSSICQSDNCSGCQSDCRCRIRSNVVKARSVSSAKQRMGSAS
NATSTTLSTTACA*ILVLSSSSVSKYMPCRAASTTAHIPGWVCRLTVPSLTWSAIIPSTLPRMAE*KVRSSTINGNARS*
ECSCLSLSSSALRSPRSVKLQMMPAFCGWCRLRAARAYTDTDTSCSAP*SILRQYSTAALWYEWLPSSAFSSSFHAAEVA
GR*KRPTGGSCWSTLRARCLSVSSLTESCTAVLAFARAPRVRIAAMWTSCSSSCNAHSSGVVQGLAGVHLSGFIGSGHGT
MNGFVATIASKIGTPPSITKSTPL*WLRTMSSRSCSIITACQGSLRNSSFVHHRSRAWRSPPITSTSGLPATAASPASLS
CGIGGTRTQ*CDSISGSCSTFGGSLSLGLV*LSAYGSVTRIGALRCPALVS*AFRAIRGPPFMESLYSPPAGTAHPSGIS
THSSVNSVGHFGWSANPGRSITTNATRTLSRLFLMAVIHALRPKIPFFQKPH                            
>Contig5682_Corallo_2_fr6                                                       
EETSLDALLNAKRYVCLAILGYCVYACTICHPQVALDRWNARRDMPETPMLNTNVTSTPLTSSQGKRTVRNHATQFNLDD
GPDFAESCTEQELCDLTRSAKPRCAVCFEDLISDGDPQPLCVPIPLEGYRTTSMSPYTRRPADGSCGHVMHEDCLVLSFR
NSGRCPICKAPFSDLQRIYIG*HE                                                        
>Contig5924_Corallo_2_fr6                                                       
LIYRLSRIVVEVRGSPLDVFCYCNKESKPSCVLGSYVARLRDIADV*R*SLGT*RKPIDKQA*LTMRKHQMSEEERLQIA
KEREEWMKEHEGHELMHFEIFLVMLGTLAGVQIALFLWRKYRPKTYQLFTTFCMWAFPIYFAFQLELWRMIELWGAYTIL
SAYVYYRARENPLQMGTPRLIYKWFSIAYKFTYLLAMGSYFACLMGFLSNGAMDGPWFQFFATLLFYGLYFGMLTRDFAE
IITTTIASRLGYGGTDQMPKRVMVDDKTCAVCGQELVGGEGEEELFERKITLECGHRFHEFCIRGWTVVGKKETCPYCKE
KVQLKTMFPNNWEKPDLFYLQMLEVLRYLVVWQPLILITMNVIVRFLDLK*KTVE*D                       
>Spom_NP_594437_1                                                               
MIESELATSRWSLMLEADIATQTTRSLTNELSFIVAGLRPSTKESVLHFLELIFINLKYQSKKWLYSLVICKSLIALLGR
KRLSANVRKIVRFLNVIICVIGLWKGLSAMSGKNTFINGLQSYLISETALPELGSFQELSTSSLGSFRMFQQIAVGFVDA
LFCTRIPASLWIKYKEYTTSAETTVPQECGLCMMCVQRGDERVAITTPYTTDCGHTYCYACIMSRLKLVNNVSCPICKHR
IRFALPDQTMG                                                                     
>Spom_NP_594394_1                                                               
MSLSEYLREFAEIFEEAAQELTSIFELPPDLLKDITEEDVGTDDSCNKKFLEVQKQKEDEEDEEILKGVDLTQQDSVREK
IHEIQSMSQLSEKRKALLMQKMLMSGYLKYRRTHKKESDENQLSSSDLEKTYYDKEQEILGCSHYMRNCKVQCFDCHEWY
TCRHCHNDACDHVLERPAVENMLCMICSKVQPAAQYCKYCKNCMGRYYCNKCKLWDDDPNKSSYHCDDCGICRIGRGLGD
DYFHCKTCGLCLPISVFNTHRCIERSTDCNCPICGEYMFNSRERVIFLSCSHPLHQRCHEEYIRTNYRCPTCYKTIINVN
SLFRILDMEIERQPMPYPYNTWISTIRCNDCNSRCDTKYHFLGHKCNSCHSYNTCISSIYKPLDHPQVSIPRLATAEDAG
MRRLMGHSWDNSDEDFNIFGIHSFI                                                       
>Spom_NP_594226_1                                                               
MYYYLEIECESPVKDIFTCNKRRASKVVGNSFGGDHFNFRLGEIKLLSMDFPSSKVPEVEETSLGHGVVHLYRVFPSESH
EFDAPGLILAILAIPLYMSPSDVLGFLGEKHCKSIQHIRLLKTKDPNRIMALLKFKDQASVIRFYTEFNGKAFSQIDPET
CHVLHIDKVNIKYPMESSDSSSTEQQLVGPSSKPFASTTPALIELPTCVVCLERMDSSITGLITIVCQHTFHCPCLQKWG
NSSCPVCRYTQKVQSSEFQSKCTVCCYDKDLWICLICGNIGCGRYHDAHAKQHYVDTAHCYAMELETQRVWDYAGDNYVH
RLLQSETDGKLVELSTDGKSSGWTGSSATESKLRDKMGLEYTQILVSQLESQRLYYESHLSNMSQKLSRVNEELVLKTKI
ATASSNANTDLRSRVDISESKLKKRDDKLKRVSSQLEHLKHNYEEEKSMNENLLVRIQTLEKQNTTKSDQIVSMQFQIND
LNEQLRDLMFTISASQEIQKMGQSEELQNGTIVLPNNSTVRSNSVKSKKKKKKKPVVPSSSGSLGTD             
>Spom_NP_594179_1                                                               
MESQPVIWYCHSCSNEFQRPGNCPRCNSDFVEMVEPNTAPEDDPRAANFVNATEFNDPNAMLQNILQSLGQGVVPNVNPT
DANRTANPNTNSNPNPNATNAQPNPTMFSTGQFSTEQGLPNVFFGAAAAQPGSGTPFVMPGIVNAAQIRNFFQNIMGGNA
PQPEANSEQARNANTETSNPPFASAQTQGQEHRPSSPNPAEHMTGAYVNTPLNQPPSYAASTQPEFQQTTSPIFSSSSTP
PPPPPRPSQPTSGESQNTNPRFPFSAQSFVFSVGPNGALHQVNTSTENPQNAQAGAIPITDLGSILERIFGSLNQPGAQQ
GEGEPFNPANMFSNIFNLSGNPGDYAWGARGLDDIISQLMEQAQGHNAPAPAPEDVIAKMKVQKPPKELIDEEGECTICM
EMFKINDDVIQLPCKHYFHENCIKPWLRVNGTCAICRAPVDPNSQQRNNTSTDSANGHNPSNHANPSTSTTNDQGATLRN
ESFNAASQSNLSSEHGHSSRTPMDDFVDEEPLE                                               



>Spom_NP_593762_1                                                               
MPPGWGEAAIQYKALKKCIKRFVFELSSLGLSAETISKLMAPTTVDPQQAITLSYSLGKEGHIVVPKIIINVNFDKLKTD
KFAASMFKQLNASNMITTVRSNYASNVPSTPSDSTQQPPTNTLPSVSASSQSVETCETVDEDIDTQTMSSDMSEVQSMEI
SLNCDHEFFEKLTSELQSVEGLQREQRKILFNAIDILSHEISLIASPNSKKKYKSLYCWRKIFEIYMDSDIFISCKEADQ
SHERTPELAERHLKWFDDQVRLAKCLPSSSKHRDRILYAKFLELNESLLKVASFQQMNKLAVTKIMKKFDKRTSLTAQPL
FFQVIESDPLLLVDNASKAICFSLSSKLFSIIPQLRDFECAICSNVAYKPVRLGCSHVFCLHCLIILQKQKVDFCPLCRA
KEVMKADSRNIDHALMNFMKTYFPREIKEKFEENENDTFTPSSISVVSGQNNCVIM                        
>Spom_NP_593733_1                                                               
MTKSVEGYLKEQELAAETDSEKDDDKISIRLTNFVGPNAHSFSFDPLVRYWNRKQNNLPIYIGRYTERYNGGDVSAIVFR
SKVVSRRHAQIFYENNTWYIQDMGSSSGTFLNHVRLSPPSKTSKPYPISNNDILQLGADYRGGHEVNYRCVRARVELNNS
WKIKLSPYNLNEFKRMQELVLCGSSESGPPECCICLMPVLPCQALFVAPCSHSYHYKCIRPTLNESHPYFSCFICRKYHD
LEAPVEEGDESLNDLLRNATVKDDASE                                                     
>Spom_NP_596752_1                                                               
MKKQFLVRKNSSNSRYLRRDCVICLQKDGLRAQLSPCGHDQFDYSCICRWMDQSLTCPICKRHVDCVFYGFHGSSLYKKW
YTQSLGSNQYSISRQLLRQPSFSSSENTDRLADLLRVRRFIYQKAWKSYENPSLSSHRQYQIPTPIQLASSASLLKKVES
FIAKELLLFEYLDGHQINFIQIFLMGLLRVQNIQHPQTIDELAEFIGHEESSILLHELQRYLQFRPLSISSYLYSKRYLY
GPEGLTMVQLLSQIENIQHESGPETENS                                                    
>Spom_NP_596213_1                                                               
MDSNTNENNSHASSNERQSSEGHDDYLNRNPNSEATEGEEGTHPTTGTQPVAFSIGTMFIITPQANFEGGENDPFANPFQ
PPVKRAVKEAWDSFEPLSNDQLMDLTCPICYDDMNENDEKQATKMPCGHIFGKNCLQKWLENHCTCPLCRKEVPHETVGS
AHPPILFIIPHSHTLRGNQGNTAVSQENASNGVHSDFHPSEELNNANTDGRTGVDEPARQLHRIAFNRIRFILAPNRSAT
NTPVENTHPENPDSNTSTPTTRSEPLAGEGASIDAENASSRQETTPSDSRPSTLTSLFNAFFSSMPDRPSSNEPMTSNLT
SNSGSMTNSTSTDLPTSNLPSQNAPARPVEPSPSIQPPNLLNLPTASPESTSWLPGSQTNIPANTNRSERPFTQLMTFHG
LPSLADLPAVLESMFRPSGNNNLLNLNGIFHPDHNAQTENGQTLPENTDDTNSNATSAVPNLQNLNQQNAVTMGTNTPNN
GSSPAVHPVIHIYLSRPPLQPAVSEQETPSEAVSREGTRSTDATMEDSSRPPSNGSFQGPGITHLSEMGQRILQRFQEEM
ENRMNQTRSESSTPAQQSAAGSSINVDTAGRQPSDEINIPGEYENSSEVAGSRNQTPTHSSIAVDTLSNVAVDQPAISTP
SDVVGSDAGDTSKVSSGTSTPRMAAPIARRSNRHHPYSRPSSTRPQCQLEDQGICDPNDRFVHFECGHSVHERCQQSTSN
SENQMDEEIGECPKCRNEEHK                                                           
>Spom_NP_596181_1                                                               
MGQGESIPSRQIQRDASMQAVSSESENINDSDRQNSGFSRLWNRFPSLQRVLGLRRAKRHRNDEGNSENGNRDRTTERSA
FRSRYRGSLLNRNSPSLRSLSPPATPATPRSRIEGESQTSAIPQTDRLILENHQQEFERAARRFRSSIAALRNLNTQNNQ
STLASNHEDENVSSSGGQEMQDHGSVNNLESPGTAIGRLPVRSVTSLADSNMEDYTRAVMNYINNSENTQQASVSPEESQ
LVMLSRFVFSVASGWVSVLMNSSSAHQSNNLEFPSSISGNVESGNVAFDEFLSLLHAGNLVQAMNAETNPRTAELIANAV
DLEEESGPINLFRTFRFDNLHRNHEGQEVIPIIIVGIRSLRNSGSDEDDQPSADSPTLMHPSDLISSLVNSQNQTTSVSD
NTGPNENVNEAEHISEDEQASTATDVNGISDNNGSSTQQAPETRNNNSQTDHQLPRSWAIYVREAFVPQNHPVLRAPSLF
TDSPTYEDMLLLNSIIGIEKPPVASQKDLEKAGGVFPFSGTDERCLVCLSNFELNDECRRLKQCNHFFHRECIDQWLTSS
QNSCPLCRTKGVASASTPSSPKP                                                         
>Spom_NP_596004_1                                                               
MKKKSTDLYGRKNPGMQSMSGSFSSLQIALDESSSNFSTIYEPPDLSGLDAEMIVIVKNLQKRDIVTKCRALQDLIQWND
PSQFDNEQFLNALAVLFPRLSIEVERHVRLKIFVFMSVLSSALQKKLAPWLKFYITPWVMGFFDSDRAVSVSAKDSFKNL
LSEEKWPHVWLKFGSTIAPIVTDVFLHEDKESLTDLRFFSNEEAESKVTRVKSSCLLTLSFLFKQTADLENLETDKKIDK
QTFKSSLYENLSTLFKSDEFWSLVSSPQDGVTVSLSDLLLIILKYDKPFVTQYKEKYFKRVSRMISRLTSLTCVPMLRLL
SNMISNFPNEVHQFANDSKRPLSKLFSNLITKRISLPNSGFYTSLLNLFKSIGAMQLVPSIESVDELCDAFLETANQEQR
FLSTEVYDCLLNFLSFVYTDSSDPQIKDHVRDRLRTIFTRYFKGEFVLRCSTSDFDHCLQSVFDKNSDFASLWNEVLFGF
FNDESMDIETIPFDSLSRNLSLTVQTVLYLKNRNFQTGNEVMSILGPCLSFLMKLSTHKNERIACLSASQLITVCHIFSD
TTLIKPVKELFQKYLVNDLPSSILKLGPQSPAFTLLRDILLLLKDYADLSEPWENVANQFTVSFDELENIRVLNSLPSLF
ADGKLRGKISLVKTLVEYYDTAVFAIMQNPGNDWDMIRACIGSKEILVPEETIKNILFTTLEYFLTNDWVDNHLIILCAS
LHSLKAHLPTIFDENKSLYSLLPVILFSKPEDDGHVAAHFESIFSLLKEKALEDSGFSLKLCSEVQEWSLNKVLNGSINE
KLAADKCVLVFNSFGKLPSNFFTFPASFWDAKISSCIPFFSNKLFIDQDFILGFLDLVASEPINVDMTDVGTQFVHIFHA
SLYTLYYVETTGCDGDALFNLTFAYLLIRIYLQNGIQSIIDVPIRDAGIFVESFECYFKGEVVKFMRDKDALTVLNELLI
DDIDGKMPVLFKRFKNLSSAENTTSFSIFAAQGLTDFLIVVSNLLEMDEKHVDVVLGKLGLSSSKSPIFVSSILEGLKPL
EVDSEIIQRIRFKAVNDLTGKLHSANEVSKSLLILNAATTQQITEKPLLPITRCRLFLENITNWCSESGIKSLELLPVCC
FLRFMYYFLPTVFSLSGSYWNSIFDYIKYAMKMSVVDAPIVKSFELFALRLYNALSKNYEMNSDIKDCIVESNESMNYLL
LKRFLFTHESTLRNSVTARMCNQYLVKLLENCPGKVVRSFQYQEFFPSLCNSNDLQMESVCMKFLREKLSHELKELTVYY
MVESDYEPDVSLCPELLSLAIDFPGDPFVMVSKMEKYEHALRVYLLVWDLIFYHFEETTYNIKLSIINQLHAMDLLRPLL
NTLVEILNLSYDRPINVDKYPKIDYNLMDYSSATDRIRCLAIHIYYQCLRHLSSSVRSYWSEVKNRAFTSTVESFTGYNV
SPLLISASLDDVERSIESEDFQSVGDVNVKVNRNTREISFIYNVDEHKLEMAIKIPSVYPLQNVQVEGIERVGVNERQWR
SWILASQSILSSQNGSITDALLVLKKNISMHFEGVEECAICYSVLSVERTLPNKRCGTCRHKFHASCLYKWFKSSNSSRC
PLCRSSFTFV                                                                      
>Spom_NP_595987_1                                                               
MDEDETTYPEALRRLLIETPAAIWQLDDESAQCNNCGGPFTWFRRRHHCRWCGKLFCYNCCNSFAKLPVSSVSVDPTEDL
IPQDMFIRDPDFLANDNDDDNDSQDSSWINVRVCVNCRQQLSELKELDLPYPITTCLNDDTTTRSNNQVIQSSCGNNLQR



IEEPDDFVECPVCYAPLSSFKTLSERESHVANCLSNNSSSPRNMTEFLKHARRYISMQLSETSPCLGQECIICFEEFAAG
DRVARIEYCLCIFHLKCYRDWLSTGAAGCPVHAATLHLS                                         
>Spom_NP_595926_1                                                               
MHLCNNQLLDHLDCNAVYRGYVSQENKVKRRKRLFNAIRKLWNERRRYRMPKDESISPTPISYSFRSLRRGHTSGHASEH
TSSSRSSHDESDSMSSSSESDSDSVSSESNPKSYSDSSTSSARSSSTSGSISLYDDYYPAYSSNAPNTAISNYVSSGLSY
YGNSSIIMNAVEYNQFFPLTITTLIVKNNKNVVSNLPKNVSFYFHSDNTVLLNEYYKSLSKLKNNFRGIIYKTTPYGSCN
DTESLQVDTKGSVWFRDVSNMGSSGLIAFAPFDYCAPMHVLQAVQDRAKAILFYNASTASNSLTNFDHFEDAVDMITFET
LPMALISYENGIAFEKILNEYSASSLNSVQDGGALVEYFGNIDATARLGVIISKEPKLLGLYIFIGVLLGLIGVIGLFIC
LHFSGAMNGFYRLLNRHGIPVQERIVNIGPNKPENRVTKEMLDTLPVRMFSGPHLANPNDELVYEKDWKLDKSESFDGQG
NVVTTAERGSKYFDQRECTICLCEYSEESPLYRELPCHHIFHPACIDPYLLKNSDLCPLCKQSVTNMLENASEDNV    
>Spom_NP_595266_1                                                               
MLFAPAPRLPSRNGESSEKSIKAEKRAFSEIKNATFLNIPERVEHSLTFPTEIWETRDGLFEEPVGKGDSHLNHTSVMTG
NWNILPYPSFGKVSPNVTWHTTLRNIVMSQSGRFSANLYEYVDGNSDGISFVLNLENNNDTSVYHMTFHGDRVKPINVFL
GSTDVTPNFGGVDVIPWLLKDSPYKDAPPLDGTEYFPLLQNRSLERIETRLQDAQTVGWSPLVFEEEEVTCSAFVFLHNK
NTGLDKETLKAIENEFYHPQGVSTQKMPEVFVSGLVYSPDCNVAFTFSNTKGPRNFVLENHLVRFSSLYIFIVLSQIFVL
LRQMRINSPSHVQRLSFLTIAMQAGLDAYIAIFFLSTNAVIEKGYLPFVSVAFLSLVPSVMFTMRYLALILRVQNSNMPP
PAPRPVTNNSSNNNTNQSNASNENSPNAPSAANDNTETTTVNPPQEDDQPMTQHERDQRDWSAVCLRFYFIILVVCIASL
YSAFWPVIYRFYFISALIFTSYSFWIPQIIQNVKQGTSRSFTWTYILGASVLRLYLPLAIFIDSELILGFPPKYFFALGL
VLWMLFQVLVLLVQDTLGPRFFLPKKFFLSSPVYDYHPVIQQDDLEAFMRDANVCPICMQPIELVSTGSTLNPASMMVRR
NYMLTPCHHLYHRQCLLQWMETRSICPVCRCHLPAV                                            
>Spom_NP_587826_1                                                               
MGQTNSRHSLIETDEPTTSSRVSMLVDRVKLLWKRYTTPLSTEDGSREAHFAVPSENYADTPSRNTPNSSNGFPSETLVT
SSAHCSTQPHKDEAYSHHGYSSTMALDDSSLAQTYHEYEEGTSGNSPLRRAIGSYDFLHPRPSGNSSRLDRNSSRPFTSS
FHSAPFLSSYGSSNDPSQERVNEYSLPSNSNSTYTTPLQSINNEHPLPTVLENNALLNNSGNSPSLINHLRQYLNQDFSR
LHQSPSPIPNSNDNDSQTRRSSWSSIASAFNDFPEEFPNASNPEAHSNFTPLNGNDESTVNMLSRLLSAAAIETVASIMN
SEARNMDSQNMANGEPSRFRSVDGSFEQFLTDLRSGNLTNVLQNSSQNGNDQISSDPESNSSDLQYLRMFRFPSFHQSHN
QPASNNEASDTNGPALVPVLIVCMRSISETSEDHAPTMTQENQSLHNESRENISINDITERMAQSTEFSTDLPPTFERSN
STFSHPEPTRSDFSQAFTPVSDFPANLFPGSRNLFPTSNSGNQSTSSFSRYNQPTVSVDLRNSSILRRAQEPVNGSTGEN
HIGDDYISSLLDSSNSNSQRPFSTVPSESNVFSRNASGNFSMSQTHQPTTDNTSSFSTQPGRLSTGLHHFPSDRDLLSNQ
TRRSSLARSYRFEEQLSVDDNTSDFSTLASNGAADMVTQTHSEGTFSNSTHGDWLIYVFGGLFPEHHPVLSTVSLFSDNP
MYEDLLALTTYLGPAKKPVASHEDVKRSGGLFAYFDDASLSSADSCLICLETYTNGDICRKLQACKHFFHQACIDQWLTT
GNNSCPLCRAHGVTTQAEEEN                                                           
>Tmel_XP_002841988                                                              
MEKPTSKKTPSPTAQPFVPGHQVTRASSFASTPIVASPNVDAAASKPRVNLPASLVPCRYFAAGYCQRGPACFYKHDLSS
VTLPGLESADKGKKTHEPENTDTCAICYEIPVTYGLLTSCDHVFCLSCIRAWRSTAAPDAVPDSEGGALSKTSKTCPLCR
VRSKFIIPSSVFPRPAGDAPDEGEKINPAKDAIIAAYLAKLKTIPCRHFTNSLLPSAPPRPRRNLPDCPFGNDCHYKHTF
RGSPYVFSDSELSAQRRRRAHSPRRLGWMERLLFGAGYDSGSDPLPSPPWPVSEAEARTLMEIILEGGDPPEWDEFEEEE
EDDEDDEDYFYEDVDDPFDPNWEQSILDTMEFSAPPRFNSRSRWAQGTGAGDQDDVFLF                     
>Tmel_XP_002840365                                                              
MSTTLPVIPSPSPTQTGNGGGNNGPTSSPLLFFVALGFGVVFTNLWIIVGVKYCFRYNARQRRRANGEEEPVDLQTMPRP
HRRRREKKLMTMDEVNERFPTTKYKSWRAHRERMGLPTEGGIKTAPNSRPASLMDLEAATSADANNGSPDALAKELTLPP
AVDKETSPAPAPTLFTDKLEAPEIARKHLSDISEPEVRKCEDDEDEEDEHDHVQTAVPDELLNSVGDSCAICLDTIEDDD
DIRGLTCGHAFHAGCLDPWLTSRKACCPLCKADYYVPKPRPEGENVPDDQSRSHRHRRGTNGTPTPPANVYLVPRRMLFS
PRRIISPYYTGSASGRSRGGSSVAAQRGSEDGQYTGGSRWMRNPLRGVSLSFGRRNNTAAPPTPSNLEAGLLDNTPAAAA
PSTGVPTPNPISGAEAR                                                               
>Tmel_XP_002840304                                                              
MSSHEFHSGHHNPEDGAAAGLLNDISSYTFQTLLHGPSSYRTSSTSSHVFYNAPARPYAPLPTHPHAPLSTTYGTPIRSQ
VMRQSFVAYDDVSFQDYEIPPTRPFVRGRNFYASPGSWQSEEPPVNPRASSPPRMVLPKRKRHASEKALAELKPLALREL
KEDETACIICMEDYVDVPDSTDELKTEHALQMGCGHHFGSYCLKIWLKGHSTCPTCRREVDFVEEEEGRSMAMSRRWQSH
QEMRRQGAHAAAAARERNGPDSTRHHHAMGHRRRISTQSVDITARRVSPQSPSWLERDQSNHPGIRSDANPPEDSRVSQA
PRLQPVDQQGNGNGSGQVPYREAPVPHIPTGISPIRFGDTPLFTANMDMALCMASPFLRHAPIINALPPRHPVHTPMTQR
PQSMHPQAHQSLYSNLDMGINRAPAPQPERLPPGIPVTRGGPHHQPYRHIPASPPPTPMAPTHQAPPNYSIQPCVQHNDY
SNNEPQQMQYPEYRDQHWQAHQHQMSTMLPPPNTTLNSNANINSINNSNTNSTTAPTTTTTSEDDLQQHEQHQHQQTQCN
LTEIGFCIEPFYTGRTQGNLPAILGLDCGHSYHVICLVSITKSRPQQPVNRRLAWCQRCNRFEMLVGGELPDFTWEEVES
FL                                                                              
>Tmel_XP_002839630                                                              
MSTTSSSQVAAPTSPPRPGRLRGLSYLRHYAHGHAHSPSQAAPTVVTAANVNSSNGNATTSSPSLTQQPTSPPTTTAARA
RSTSPLNNTASNAWLPTVSGVSGLSRVASQPSAELSTSTGVVTSNGASNVRSVSNSAPAVRSIDEALSTSPDAGPPTHQP
NNSPLVRSPSNTSRVPQPSDPAASIRFIPHVDTRATRESLIFTPIERILRFKDEHIRVGRYSDRDQANPSAPVGFKSKVV
SRRHCEFWCDNGQWYIKDVKSSSGTFLNHIRLSAPGVESRAYPLYDGDILQLGIDFKGGEEQIFRCVKIRVELNRAWQKA
LNKFNMSAHRRIRNLAKTNPSGNKAIDGDTSSTHTSECSICLMPVAPCQSLFVAPCSHVWHYKCIRPLVEKEYPTFLCPN
CRAIADLEKDIEDDDLVEELWESMADVMDRFADEQTGRITDALESMQPDSGEGDAPPIESTQDGNVVESQEPEPAGSDAP



APAALPSGSTSTPTIHPVPETATPPIEIQQTPSGSWRRRGERVTDLDLRRDSEPHTPEPDKNGSGSTSNGNGSSGEGGQE
GPMTPMNDAGPFVFDGGAMDSAAAAVSPTATNPPNSLDDINNSDWRSAIPN                             
>Tmel_XP_002838927                                                              
MSKKKSSSRGGSSSSSRRGGAASARGGKGAGGRNGSNDSARNNKVSPGPSSKTPYVPAVSPLSYTSEGPDLSEVSDPSMV
VLLKLLSKKDETTKSKALEDLQVKIAGLEDVEDIVLAAWIRLYPRLSADISVGVRRLAHTVHGIISQKSGKRVARHMSEV
VGPWLAGLYDSDRGSARAAGESLNAVFGTQEKIRNVWAAYQPDILDYCSNVLKNETVGSLSDERQVSSDEAESKFARVIA
TCVHTVAHLICQLPPEEIEKQSGKYEDLLEMAHLWEFGGYDDPYLRRSIYRLLRTCLVNQEGFILLSLEVVANALMVKAL
MSPQTGSVTELLDAILDLTSHTYKAWISVTPPRQKASLSLVVEFIKCGSQGGSPEYWHKVSKMITLMPREILPKDVEGVT
ELITGVLDGIWSGPEPRSHITAAWGAYFRVCYHMMATGEVDTQDEVTAYLLRDALYPVFEGFLLKNVENAQFKLPYFGAE
ICATGIAMAGAMADAQIANLVVKEIWEKLERSIAGNISSDTDQRADSPDNRVNRWHGWVDFSAEILQRDSNCVVDLVKES
IVKIFLLSLDRVIKEKGENVEITSLLESLLMRCPKLLKIEEVKKSVASFFADHAPEFMSSPSWRQVLSGLIACAKKAAGE
ESFQRAWDKNISALLISSLARERKETAVFQLLKSTPTLLQGKLPFVQELDTYVVNKMRESINTDNTIGWGIMRAAMASSG
TVISEATISTMFLELLNNLSPEEEDRTMRVLKQLRLVPKEALAEFARSENGVGFLSTLLVLTGSPSDEIAIAAGRLNKIL
EKELSNSSGVLVSSLLDVLLESVLEPKDSDPGLNFLAERAHDLVHRVPEDEQVALIEKVLFNEDQWRSSLSPFLKKAPKL
SLAISNPIGGAIFLVKDSQDDASSGEIARDPDGLSRVLRMAVFIIEFLKTVGAHERKDEKAAHILRGITDDSRVTLLKYL
MLVSVLANDSVTIRESNHLWNQHSSGMEAEMLEFVFESQRFFIESLKHEPEPEAGGADRIPGYIFKLLDCLMCMSKQETP
EGFYSARILETMISTLSQDGKISSAQSQSWLKSIDIRKGQGIYCSTAILTGLSELLEHTKEAEKLRNGLASDIPGIPASE
AREAGLRKIVLLNAALPKPGQDTPALPQQRAIFLIKHLLSWFEDEAFAVNPSYPVIAEASKAITTVLPVVKKLYGEHWEL
ICEHVANCWAMCTGAEETDLPVIFTSLKLFQALKSLHKENDDFKDAWDGQADAIHASLMGLLRSSRIGDEHDQPRNLCNA
LLARLTKGIDLRYIGSPEETYSLLNVPSRSIQEAAFEILHRHIPSVQEEVSVEAALSKEENFELSLPQELLSLVMEPPTG
DGALELDSECGMSWSLRGYLLTWILIFDHFENSSFKVRTAYAEALKDADFLDPLFNYTFDILGHSGGKPIDASKLPFETY
TLDSSLENSTNSTWEAHRLLTHIYYRALRHTPFLVKRWWTECKSRKKVFAVEVFTEKHMSPLLIERELSSVQAWIQSHPG
GSEDDEMAVKILKAQTIEVTATYPIDDQSMEMRVRIPPTFPLRQVEVEGVRRVGLTEKDFRKMQLASQTVINFQSASIID
GLALFRKNLALHFEGVAECAICYSIVAVTPDRRLPNKACATCRNKFHGTCLFKWFKSSNSASCPLCRTAFSMYS      
>Tmel_XP_002838644                                                              
MGQGASTPQDGRETSATRRTGAQQQQPQHNEGVEANQSLAAQNVTRNSINSGVSDEAATAVLRRSRRLRNHIEHISRIGN
RIMSPGSSSSTSVGNRMQNIRFRSRSSRFSNSRSPSPTSLGGSSRTRPSSPRTRLRNIPRSTHIPGSDFSDMMDISPVTT
ATPQPQTPSFAPPTEPTASAESRPSRMSRVRSSISSWPNILPDIRTTGSSRPSSGRLSQPRSRRASMFGSAFGDHSHAGD
MDTDMPSAPDLNSTSQSGVSYSGTSQPRQDRPASGTGSLMDELDNNPARVRPGEDQAAMLSRLLSVAAAATAASLVGGTE
QAIREAEDVAGDNGGDGSFESFLRALQNGRLAAALRNGGNELGGGTPADGERAESVMPPLNFFRMFRFGSNGNSNTDHGR
EEGPDGSRSRMVPVIIVGIRSVTPRDTTEAEGNRPAPFFDALANLPVNIPSIHRRPRLSNSHRRASVGGAPGSSLGFDNQ
RHIRGASVGSLRPTSELDSLPIPPSLSDSSSGALPPPSTPADPSMSIFRQEPLAPESRVPVESVEANTLSDDNGVGYGSG
REPSRRRLSRRLSSPEALPALGRSGGSSNSGSAGSTNGNGGSSGSRRPSGSPEGTRSWIIYVLGGSYPEDHPILTTPSLF
TDAPTYEDMMLLSSLLGPAKPPVATRDDVNSAGGIFTFGDGCALGAEIAEGDRCLICLGDYEDGEQCRQLTKCQHVFHKD
CIDEWLTTGRNSCPLCRGQGVNEKEQSDPAPPPAASDPLTQDSLGAVAAS                              
>Tmel_XP_002837609                                                              
MDPSAPDPPLEPPSSPKSTEYALSSAEVKQEPVACIFCLNDLLRGAPSAGVDEDVARLNPCNHTMHNECLQLWLERANSC
PLCRTNFHEVSVSKTLDSEVTRAYNVEDKIQVADDIQPHFIRPVLDLALLHAAREHDAAAGHFETFHAQCSHCYLDDRGE
TVLCPLCARFYHVDCLEPRRPANVLICRRCALRERRAVMNNGNSFEDNPLRTGSLSRFQRARLVAREQLAWESAWERLEA
EHSPWDDDEDDDDDTENQIVSILTRTNRRRAVAAAQTGGLSTFVEPVAWTEPVRRTRTAWPQEPKVITEEEKELWDTFEL
ALKESQGRGTHGDRSPQDDPCTEPSKKRDGESSSGPGRSSEEQREEEVRRKRPRTRRDSQLLVNTGDGPILKSHTAHTTP
VAMFPNIRQPPASEGPESSPSAYSQVMSYIGKGLEYSPPGAAALVGGVGPGAVPPDFSAAPSPGRRLASPEIATSLSPFV
VGSPPMSCPGSPIAEAPIRRSSGKVSSPTRRTPASPTQPIFSRPWERPPRPASSSHKRPYQAPSPPSGSDSSGNEDQQNS
RKRRSINCLTPEAKQDLASVVTSILQPMYPTMISKQEFTEINKKVSRQLYSIFNNENFGLDDKERWKKVAQEHVSIALKH
LSV                                                                             
>Tmel_XP_002837457                                                              
MALEDRLVVHRNSSGMEGSKNGERRPSRASESFTGGAASKAQFIPLEMKNTEFGYGVVHLYRDVFETPGLYPLSSNVETV
NKVPGNLHGEIDEALTTIAVLAVPSYMTASDFMGFVGEETRDAVSHFRMIRTGQANRYMVLMKFRRQEAARGFVGSFNGK
VFNSMEPENCHVVFVKSIQFQPPTPEDSSVISPEPSTDPFSASHYPTSPISTATSVAASSSSVPVATNLSTKPAPPPTPS
LLELPTCPVCLERMDETTGLLTILCQHVFHCACLSKWKDSSCPVCRYTQSDGFRERETGSSDEDEYCEVCGANSNLWICL
ICGNVGCGRYDEAHAFEHYKDTSHCYAMDIETQRVWDYAGDGYVHRLIQNKSDGKLVELPSTLSDSRNPERHTDGDCVPR
EKLDNIGMEYTYLLTSQLDSQRLYFEEKVTQAADKASKATHAAEKATVESRELMKEMKGLRSKFVELNTEVLPTLEKAKE
RAERKAEKWADMARRMEKEWKEEKGVNNGLMERIEFLTKDSELRRKENEDLKEQIRDLMFFVEAREKIKDKGEEVMEGTV
TVGDAPPPPQPKRGRKGKGKR                                                           
>Tmel_XP_002837106                                                              
MTFLILTETSAGYALFKAKDKKLLKKDDLAKEMSTPEGAASLVRLKQFSKFDSAAAALEEVSCIVENKVSPMLSSLLNSV
KDEKKASLVVADPKLGNAINKLPGLSFQIISDSSTNDLYRAIREHLTALIPGLTPNDVSTMSLGLSHSLSRHKLKFSPDK
VDTMIVQAIALLDDLDKELNIYAMRVKEWYGWHFPEMGKIINDNLAYAKVIKAMGMRTSAATTDLAEILPEEIETALKAA
AEVSMGTEITAEDLNNITLLADQVISFTEYRQQLSSYLSARMTAIAPNLTALVGELVGARLIAHAGSLMNLAKSPASTVQ
ILGAEKALFRALKTKHDTPKYGLIYHASLIGQSTGKNKGKIARMLATKTALGLRVDALADDKDGSATLGLEMRAMIENRV
RKLEGKPAVPRGNANTTSIVSLRAPGKWEIKEAKKYNPDADTAMEDTLPAAQAVAEAAVRAIGQDIAMGDDDEESSEDGE
EAEKTEKGKNSLVPVIPTSKDDKEGESNGDDEDEEAKRKAEKKARKEAKKSKSSSKKRRKSEGSWGAAASNTDHMSAHSL



HASVLILPNPQLSSPEHLAYVPRVKKNITFAIDISANIRTLHTGVASQGDDISGLLYVPMVNETTTCHGLSSVPTNVTHK
DDLPDAIYDLIAFAPWMSRDCSTRFLKAAQVDASVVKGFIFYLDDKAAKIPEVKDPYWHGVPFDNFEFPIYAIPGRDGIP
LLDKIAEYSGNMSEVWEAQNLTSYYDPKDFARVYMEVDTGHRNPLPGLWLFLLIVLGVLLGIVGLTSLSMHMLQYRHLQG
LRRRVANGQVDLEALGIKRLSVPRRILEKFPIRIYVPEPTSPTIPASTYSLPVSPRPTRSISNPPRTPPPVRYFAPPDPP
LPPSPTPARRRQSRDRRNDPVHDTTLQRGYSQSQCSICLDDFIPYSTAVRELPCLHVFHPDCIDPFLETQSSLCPLCKVS
ALPRGYVPPQLTNATVRRERNLRRMRARVDAGGGVLSWWARLRFRISSSRHEEEERDLRNTARMAVARNNPVTEISEYSR
GSSRLPADSPGESHVDDEEVGENNRSRWRKAMKTLFPGFG                                        
>Tmel_XP_002836509                                                              
MESSQTQSQTQPPLPPLPPLPPLAPVHRPRRPSNNLIQPPPPHLSRRNSNHGSTSSQSSSSPSPHRRTSRRQTSELILPQ
WQPDESVNRCPICHNGFTFFNRRHHCRKCGRVVCNPCSPHRITIPKAFVVRPAAQTSCYEPPPSRLPGSPGDADYEDNQV
RQGRITAEPASQSFIWNSNSGDEDEGMQVRICEQCLGRRPSDSHHSPGRGASGPNSGNNGGGGWVSGFLGGDSGGMGVPT
PPPGSRDVNRRRRQSFQGGRSLPHIHHSAMSPGSRPAYMNYQAPPQAHHYYSSASSSNSPPPRRGQQPYYSPAPYHPSQR
SRSSSQNVPPRPHLKETDYCPICTHPLPPVDPNGNEDAREGHIQSCIRAAESSASPAGTPSAGTPAGTPNPPGTVRARRY
TGGGRMVVWKASEKDTWASGGGADEKRGESEGYADREKAECVICFEEFEVGDMIARLECLCRYHKKCIRMWFDKKGNGEC
PVHAVHE                                                                         
>Tmel_XP_002836233                                                              
MPLTLTRTLVLLLSLLSLFCLFLYVSLTNLSSASSSGRNRQSATNFLFPSTAIISLSDDNSTFFLSRPAAFGPPLPKSGL
KGELFVLEEGQLACDDTPGWDPSSSPPVPMVGEDGTDDFDYAPKSLVATITKPGGAHADIESLQQSAEIEGKIVLVARGG
CGFLEKVLWTQRRGGVALIVGDYKRSGGTIGGGALVTMYAKGDTSNITIPSTFTTYTTAKLLTTLLPKHVSLPLTRPNTL
GPVAGPEPKGGEGKRIEGGEKAGLRLKRPLEERNRAPPELQPAGAPAKSEKTTITTFIGKTATPTSPPAGPDIHVDSSHR
PPMSGELGGIVFVVDPDEGKPGDENSDRGGDKDGDIEKDGLWITLTPTSMSSSPFFDTLLVLVISPLVTLTIVYALLLAR
SVIRRRRWRAPKSVVERLPVRTYQSTPSTSTPRTPPPPPTRRPLSLPPRSNRERNVGNVSSGRVLSTPSAPENQNKEFIH
QSPPCSGYQGGSVECVVCLEEYVDGVSRVMRLPCGHEFHAGCITPWLTTRRRTCPICKGDVVRGAAAGGPGPSWGRHSDV
GEASERTPLVIRDGEEEV                                                              
>Tmel_XP_002836030                                                              
MFTNIIQTLVGPVTSPGQPPHRPGGGGSPQSHGADEHNHTHSHAHAHAHAHMFGPAGLSGSERFFYDSGARLSPRDADAP
QPAGEPRVVDLTAILSLLGPRQEGGGPALGPGPGGLLARLMGMPPGAEGDFVYSQAQLDRVLSQLMEQHQGNAPPPASRE
AIESLPKVKVTHQMVLDGDDCAICKEDLVINEEVSQLPCKHCYHFQCVSRWLEEHDTCPICRHPITPEDPRQQPQSPNAQ
QPRPAVWPFNTSLRPPNESQSPGGSSSPSNGGNSGSRSSGGSRLADLFRRG                             
>Tmel_XP_002835941                                                              
MFGSTRCAINRGGFCSIPFANLLVSLIAISGFSLADQIVSAQDNDNLLSRSGLVLGTTDEVRPISVPITQWLGSSGENSL
KDTVRTATLAGNLNLYDSSSNTELTVADFAYIDCDKENATQAYQNLVSNRGVQGGSIPYAAIFFTTKHDYCKWQGTENFT
SPYILTTLERRRAAAFQNLLLTTKTPVTVSVSYNESDDGAMPDSGTNEHRNDPQNPLGPAPSTGVALIILYSITGVITAL
FLLIIVTGAIRAHRHPDRYGPRSTARFGRPRQSRAKGLARAVLDTLPIVRFGGAKEGGVKSDVELQEPAAHASDVDGLER
STTQVLPSQAIPAAGTLAAVPRSDAPASAATATTGEEEATGEVGVGIGAGESQAELDVDQVRCPVCQEDFEQGQDLRVLP
CRHSFHPDCIDPWLLNVAGSCPLCRIDLRPDDQRQSFETPPPEPDSPPHNRHSQGSRSTRHIDNARQGQTGEERVEALRQ
LREESGANGGRHRGLTPELGLSRLRHFLGRRMVSNRGSTMEGDALARGGDSPPGVPASATIPPEGGAAAAGDTSNPSDVG
VSERRN                                                                          
>Tmel_XP_002835656                                                              
MGVAGGLHGGAAKGGRRDLTIETNPKKDFKDDIIDDLNKDLQKLQKCVTCVICHDMLFEPFSLQCGHVFCYTCMVDWLGL
YKKRTCPECRAVVKTQPAPAYLIRDMIETFVHRAELTSPHGTGSELRKQQREALAAIEKDRAAEGKEDGGLFKGMFKKKK
FHGRRGFRDPADGITRCPDCNWEVEDGLCTGCGMEVLEPRGNVFSDSDEDESDVSDDSDDSDSDSTGPSLNNHFGRDPEQ
ELDDEEDEDDDDEEEDEDDDEEEDEDDEEADEWQDEEDIPGYNVDSPGMNARYSGPHGINQPRALFHRIHPSGSGRNIPT
SQNASQEFGMANGFSVFPSSEAEEGGRSDDTEGSLADFVEHDTPENTRRSQRGNTRNGNNSAIQQITINSSPILISSTPA
TSSNMPPRRRGRRVVLEDEDENDSSLNINDFPTWPEVDVEQFGYSPLGEVTTASENDDDALSSPPSRRLRRGGPPSSGGG
GSVPSVPEEDEESGSGRFGDDDDSEDEDGDIVMTGTRGRARRGANGTNGQRRTQNRGGNRARPVEVQDSDSDLDVQPRPA
RRNGRSNTSSSNRQTHGRGAAGNTRSTNSRGRFNPNLQNIFSAHHQQREQTQYDALARYSVSPARSITPVQRQHTGESRR
ASTPLRSVEQGNPPMSPLIRLSNDPPTPTFVPGHPLPLLPLRSPMQSPVQNPRQGRAGGLGPPAEHQIINNSRPILSNPP
SDMQQAPRTGTITIASPGLRVRGRNSRQQLRGTSSRVGLRGGSIIPTQSSTSSNLVSRRQNTVSIERDAIFARGAAAIRR
QQAPRDAAGTQLGRRNSRISLNSNTIQSHNQTQNQPTAAEASRVTTRSGQQVGSASGRIGVPIANGPVSQSSGGPLWALS
EDRC                                                                            
>Tmel_XP_002835176                                                              
MGYQNDNIAVGSSPTTRATRSSSRPAPQAEAFPSLSEPQKLPEVPGGRGRPRKIAPKPAPQKQEPSKKRGRPLKRKLMDE
NQDDDDVVVIESASTPAPKAMGKGKQDVVPIAFAPPHPAVVAPPAVLQPFLLTQEPPQKQAKFAPSASKSSGAAPEKRAK
LWRKQPPKTVSERISRCLTQRMVVLDRQRVMENDIPQEIVKIAGSTGNVYTVHIKQVPVCDCPDSSPTCKHILYVMMKVL
KARSDLVYQAALLSSELREMFAKASPIHSSGESAGSSAQKPLDEDDCPICYCPFEENGREVVVYCKAQCGTNIHQSCFRQ
WASTRGAGTVTCVMCRQPWQGDSDPHEALAKGKVNSEGYVNVASELGMSGHRDYSTYYYPPYFGGGFRRRYW        
>Tmel_XP_002835119                                                              
MATYAIRFIAPVVERARRWSQSSIAEELPALATEESLGPPSAPTTPITRPQVLDSVSEAIDIDSEDTDSETTLIAVNPST
SIPPFASMDSAPNMPHNTPSPVPVPQPPPSPPAPPSMPSSEGPAVSTAQQSALGPESNTAKPFVLPEDDGQRELRRKLVE
ISNMEISERERARRMHLLMTEKYNALRRATDAVNSGSTLPNSAPTTDASGHILLLEDNPYKLSPADLARTFYTGSEAAES
GVLELGCSHYRRGVKLQCSTCEKWYTCRFCHDEDQDHSLIRRETKNMLCMHCDRAQSAQQDCRHCGVRSSRYYCDKCKLW



DDDPDKSIYHCNDCGICRIGKGLGKDFFHCKKCGVCMSISLEGEHRCIERSTECDCPICGEYMFTSTQTVVFMTCGHSIH
QSCYYDHMKTSYRCPTCARTIINMESHFRALDLEIETQPLLKPYNNWRSLIGCNDCSAKSNVPFHFLGLKCENCRSYNTN
QIRVLRPEDGSDGGGGVVSPSAIPRISERTTSLNPLLRGQANSPPRLAPAEGEAALANASRAIAAAGEAIMELDGVEDLI
IDDGWETEDSADFTDIDDDDDDDLGDFGSGGVEAVEEDGEEEDDSDDDDDDDDDDDLIQLLGHR                
>Ncra_468NCU00515                                                               
MDEMNYTMQASVHPVPLPGWWQVERKREIPKVEVLLGQQKELEDLEDHNRTTGSHQQQHPTAINSRPCLTRRHTYRPRHH
YTTHSSFTRVQQIPGSHGPTPPSFPTYPSGPSPPTSHSANRGYDPVHAASNSNHAMNNQNRTSQESGQGNSGNAGNNMDN
PGGNRQDSHPSTGHAHHYGGNGTSSNNNSNNNANNGNVTAPTTGVSASSVSAGNTVTSGTGTNTWFPAQSTTASWPLPSL
AFQVQPSVPYFAPPGSMAELYGMNGGSSGNLGRGPGAQPAANPVSSADADTLMGNTETQGGSSAATAATATPRVGGLDSG
PIQAGWTPQQGPSRSAFPPVPPPPPPPPGLSSIEAGYLDRFTSSHNHPTFSNINPLGQVLPDPGHWGSRHTSHATSVNNP
NQHHTNGPPLGHRRQPSHQSSQPVLPATATSSAGSHIRLPAPDLRSRLAPYRPSSMSIPTEGGNDLFHALQLPQGPPNPP
GPQASASSADRPSRQQPGSGLTNTAAPLPDNQSRTGSATTSASAPTPVSVSNTGHPFVGHSTSFSRGPAYPEMRTEMRDL
LVRALHPSDSLSDDDMDFPDEIPTRRLVDEERAAQLLRARQVARGQSTKKVASRKAIESLEPVNVADLPETDRICDICYN
DYGTESPEGISEQPLRLPICKHIFGEHCIKKWFQDSNSCPYCRSELPTQQVYTQANAQSIREFLDSGHFRRHGSRTQHEL
LRQMAQFNERYSSPRAWQAADRRSPPSENTGNTRRGPRHGSLHQRQSSSGTSAQSSQRPPRERPASDGDNAYRIADTSQM
SSTPQQPPAPSYTSEPAPPWMQHGEASFAFEPSNRDPAFPDQIPGTRGPAQGQPSILAQRDQPLASTYSDSGLNRDTGLM
LPRTSWPTLEQDMLLNLPHKSRPLLPDKLLRLHQRETIRLSRAIDEVLAAAHLAGIWPQGQRTVSGHDVLAWRKEAINSG
RLRHSFSGGGRHPIAHKQPSEAHDHQATWELNGNNTLPGNSDARFIDSNSSLQLPSSSHQLIPPDRPGCLGPWLERKRKR
RDL                                                                             
>Ncra_657NCU00723                                                               
MGIGNTATSSRKRKQVDDEPTVSDTKQVATSSKKSKKDELALVTDEKRLRRFRDKAPQAFAVIYERATTQRFFVLSRKRI
PVWDSLEGFEEEVEIAGSTGNIYTVTIARQPTCTCPMGEKNEQCKHIIYVLARVLRAKYEYVYQLALLSCELQDIFSNAP
PIVEGDGDSLTTGEGDKRRKPIEGDCPICFNEMEVLKPEEIVWCRAACGQNVHKECFEMWAATKRKQAGGSKADVTCPYC
RSVWEGDDDLIKMIKKGRPTSEGYVNVADQLGISQHSSISPNTSLQHDVGEPGSQGRTMFFPIKSFIRTVRLTMRAASVT
FSFIIFAITSVLDFACREDTAYHQAVDYVLQAFLNMDLDTFELTYVDTDANLDVGLGFYLLVSVTVAVFGSILFYLARWK
FGDPGIQEELRGCPNLPSLFRGVHTRFLRRGFIG                                              
>Ncra_1525NCU01715                                                              
MVPTEESGWLEFIDSNSIAYLNCDNSNSTSFFDQLMSKAPKAILLFSLAGAGCRRDSTDDWNYTTLFTMTDQIDARDTLN
LTMSGSLATITGDYEEPDDDDDEDRTGHGSPIAMNILYSITGVITLLFLAIIATGAIRAHRYPERYGPRPGYGGRPSQSR
AKGLARAVLETLPIVKFGEKSPAKPDPDFQLEQQPSRSSQDPTPRAKLSAIQEAVPSIAKSQGPMTVASVEASEQASSAT
VYGAQTGMTNTAGDIENTTPDDINLGCPICTEDFTIGEDVRVLPCNHRYHPACVDPWLVNISGTCPLCRLDLRPHSSTES
TTGPGDNHSVSLPTAAGDNAQQPGTSGSPMPSTTPRERRRSLRILDLHRLRAASIEERMEILRRHRSQQQQRRHVTGSSL
TGDPDTGESADPTHRARLAERFRGRFRASRPPGQAQPQPTEVDIPTPTP                               
>Ncra_1741NCU01964                                                              
MRTPRVAILVLFFSASVFLFCRAVASSRRASPAVSHLAPETSGLRSFFSFRAPFTLFPPNAAISLFDDNSTFFPARPAIF
GPPLPKDGLSGQLWAGSGFTDDNLQDGQGEGELGCSDLVGWEGAPGRLSIKMPKQSPTRDTTDSTTFDHKRFKRSNSVDG
SAADHETISRTHSSKLNVETVADDGTDDYLHQGFRTDKNAFVDPPTTSSSGHADIQSIQETAEITGKIVLLSRGGCGFLE
KVKWAQRRGAIALIVGDNQKGGPLIQMSARGNVDNVTIPSVFTSRTTAHLLSSLMQPGSFLQDILDESGYPISNVQHSGK
TKKRKSPKWSAKHARSTPETNSKRQLTKVTGPQGSVSDSGTQSSPSHRSWISQLFHRGPVSDSATDKSRPPSSGSLDWII
VDDWSDEKDKVIKTGLDKTSRSIGDNSALASDSGRIPEDGFQIGVQDWRDPDLASSSPKNSASSVRHGGDDSAGDEQGAG
TSGASSKQPGKTSQSDTNGPQGGSITPGSGRYDREVLAGSQSGQRSSDSSSGSSGGLMSKIFGEDDGEDFPPYEIPSFYA
EKSSPPAAINRAGNREGLWITITPTSGASPFFDTLLVLVISPLITLTVVYALLILRAKIRRRRWRAPKSVVERLPVRTYH
TVPRSPSQSSRVPSPSGASTPTTPLLQGPSRSRPRSRTTTGVPEPADLLRVDSALQAARVPAHEKGTTRASQWKKYMGRQ
RECAICLEEYVDGVSRVMSLPCGHEFHAECITPWLTTRRRTCPICKGDVVRSLARGSSSTPRYEPYRDDDSEEEDGGQAS
GSGDNMFRSESPARNTDVEQGRAAASAPERGRGGFDIGDGWFSALSNSLGTRPTFLSRRTDHE                 
>Ncra_2003NCU02242                                                              
MEATDEALDIQAQVLQTTLQEITATRRASAANVEKDGEGVDDDDDEVAEADDCCVICLDSISEPCTAMPCAHSHFDFVCL
VSWLQEHPNCPLCKAAIYKVRYVDSTSNESFYRVPNAPRPRNTNENNGNGDQSGNPALSNLLRQRRNDQRRRRDRDANTH
STPTPGEAIERRRHIYRHQLYSLHVGSNRISGYKPTPTPDQFATTPHLTTRARLWIRRELQVFAFLSDPEPTAGPSGSTS
NASERELTRRRNNAEFLLEYIIAILKTVDIQGSAGQAEDMLADFLGRDHARLFLHELRSWLRSPAHSLVAWDKEVKYPHA
SSTGEASRKRKAQNSLDVDDEGEDNIRRHASGSERSQTPRWPERNTHHRQTGHERIWRRRDFGRSPRRDGNSESNRQGSG
>Ncra_2281NCU02552                                                              
MVVFVNPAILEGARAVARQVAETGTSILTSTVASATASAISTSGSSSVITASLTSISPTVTPPSATSNSASGDTDSKDEK
GGSSPLLFFVALGFGVVFTNLWIIVGVKYCFRYNARTRQMRLAEEGDQINLEAMPRPHRRRREKKLMTIDEVNEKFPMLK
YKTWVASRARDGLPTSGGVSAPSRPNSIHDADAISRELPNKERMSTEGRPTTSQVERADRDPKTPQHEAKESTSSTVPLT
HAVSEATTPPKEARVSHDEGEEEEDPIDAALPPECEGTSGDTCAICIDTLEDDDDVRGLTCGHAFHAACLDPWLTSRRAC
CPLCKADYYTPKPRAAGEPVDGQPGVIHVTLSNDPRSNRMNLPNRPRRALFGLGRPARTVYVVSSNDQRGSRRRHGERRR
DNNGASSQPGSSPQASSDRAEGGSVFANLRAAFPHFRRSNGGQIADANSNPTMTPSNLEAGVRPGAS             
>Ncra_3268NCU03652                                                              
MPPKKKSQGQSRQPRSDWEANPENVAAFVDHVRSVGLDPAVSTTDAEQDIEVRPAKRPKLSRGVFKPSDAVCIDEHTVAL
PVRDTAAIPKHFSLNKQNIGDYVDVWVVNAKPDRRDPERGAWYLHLAPSKNSRRANKNKNAHICYALKTRAISSKLALMA
RVAKTQSFDPGSPGYLWTAVDIAIRQEGASVKIDVTLRLMWNTSTDVYQSKVQQGLKTQVLMAYHPNLLVSAQETIAWTP



QHFYEAAHTPTPRISDGHLATAKVPSLETDLYPFQRRAVKWLLHREGVEWSGLPQPDGQPLVQPSKSGASSLLPAFFHQV
KQLDGETFYISPLFGIVVKDITKLPSNDMVKGGILAEEMGLGKTVEVIALTLLHKRPPGPTVAYDAFLGRELQTTGATLI
ITPLPLLDQWLSELNRHAPTLKVVYYPGLKKAAKMKGVDLSSTQLAQQDVVITTYEVLRTEIWSAVDHPERSMRGKKQYE
RQTSPLVELGWWRVCIDEAQMVENWNSNTAVLARRIPRVHAWAITGTPVKDDIQKDLRGLLNFLRVEPYASDKEAWRALM
SDKARFKSLFGSITMRHTKSMVRSEISIPSQKRHVITMPFSAVEEQHYRTVFRELVNNCGLDVEGNPIQEDWDPEDPFTQ
QGMRTALDQLRQLTLHPEVGNRNRKALGKRSGRPMRTVAEVLDAMLEQSDGAIRSDQRSLLLMQLKRGQILAGMDRVQDA
LTIWEDVRAKSVEMVAECRKQLEAELAKDPVVPSGAKEDSESDDDEDISSGLKDARRRLRFVLEIQHMAVFLCANGYYSS
KTDDKLTVPDSDEFKRLDKLESEGYDLAKAIRKEILQESYGKARKLMDKLEECRQKQDFAVIPAVDIPEESGVECSHIII
ALEGIYEALDRQADKLDEWREHVIQLLLKPLVDEDNTDVEATGQEYEESTKLQDEILAYVQVLKAAIADRQAVISGQQNG
LVEHEVGVVLKMARDDMEVEAGHKPPESAKRILELFALRESVKPKFKEGDGHTSLRGIISKLRAVMTDLRHQEASGSKRA
RLELALAERLLKSTQAQHTDQGKAATAMEQEVENFTDILNARLDFYRQLQQVSDSVEEYTGATDEQALQRAIDEEERLKT
KVATAESKHRYLLHLKQADASSDEERMCVICQSPFSIGVLTVCGHQFCKECITMWFTTHHNCPVCKRPLHRSNLHNITYK
PQELKVHSEGHNTRDSNKQLAPRDQQPTSPSKSKKHTSIYTEFNPSKLAEIQNIDLENGPHYTTKVDTLLRHLLWLRQSD
PGAKSIVFSQYQDFLHVLAQAFERYHIGYSSFYRSAVSSVASFREDPSIEVFLLHARAHASGLNLVNASHVFLCEPLLNT
ALELQAIARVDRIGQKQETTVWLYIVDGTVEQNVYELSVKRRLEHMERRATVVGGTADASSSSSTNTKTREEARDKEKES
ETLEDISLDAANAQEMQQAHLSKLMGKGSDGVVGEAVDQNDLWTCLFGGVKSGGRTPTTAESGGGVDGNNNEEAERSLVE
NPVTRGFLAGEAAEGRNRMRRDGDEAPN                                                    
>Ncra_3336NCU03740                                                              
MPSQNSDVRALLIVLILLWIFFSPDSSDPASLTPPEIAHAREARFQGALDVLNTTRWGDFAPDAPSSTSPRPPSETDGPA
GEIGKGNGDKHEQGPQFLNITGFSQLDGKGYAWEDLGRFRNRCREWSRNAFPSAATVGPLDDDSWEPSMVSGTWKNATGT
LHGTWVRRPGTVVRQAAEYNLSAIAPGATWPSSLGEWGRNITGDHGKIELRIDEDEGDGVYEEKVEGKTSRGANLAREIQ
AVATIQDDASEASSWSLLLHGVHWPRQGAILLTTSSEKFDGIFGLPHLAPGPNFFHTGQHLLNETLGKIIQARKKSKYGF
PGNPWGSRMEDDDSFPAQCEYVMYLQLQPLELSRQYESPQLLESYIEELERELRHPTGAPIGRIPDLRASMVAWSPDCSF
FLESKGPPEFPSVDGEHLVGMKEAMFTYTAKEWLIAFAAVMLGQIWLFKEQMKLSNTPSTTGRVSFWTIGAMLFADGMIF
VTACAWSLNATITLLPCLLVTFAAFISMFIEGAFLSEVWKIQEPERRIREREREQAAAAAAAAAAANRNASSSSAASTTP
PPTTQPEPPTTQPAPPPPPSQPRQPIIVPSDGDIDEAEQLNNLLSGASALPLPATARQPGLPAPTNEPRPPTPFSTITGR
FVLAGLFLLFISAVATSWPSHIRSFYVNTLSFLYLSLWTPQIIRNAQRNSRQAFSWRFMIGQSLLRLLPFAYFFLREDNV
LLADPDPFAFLVLVAWVWIQLWVICAQSILGPRFGVPKGWVREAWDYHPVLRDDDLEGVSLPIGLARTGTGLSSSSSSSS
PTEERVRGRAWSVVSLGGPAAAAETGEGSAAAAAAAAATDSAGGTRNREREKEKEREKQKGVTMRSVDCAICRELLEVPV
FNNNKGSGGSSDSAASGITGVFARKAYMVTPCRHIFHTNCLEGWMKYRLQCPICREELPPL                   
>Ncra_3413NCU03821                                                              
MSRVLFDHRAMAASPKSLAVKGKNFAWTEKVKEKQVEQSEEEDPADKMCPICHEEIGSPSSEGIVETWSMLPCGHMFGSH
CIKHYIQMVAYDRPQCPICRYSLVHGCGHPVLPALFVTEGHNAAKVNKATIRALTMTSMQYNCAYCTEMIARGNRVVAAR
HGRKRQRTPKWKLLLKKIFSSPLAIDRWGDLESEYVIARFPETRFDSWNGARDYEWEWWWNKQALTTSASSTSKTA    
>Ncra_4142NCU04633                                                              
MRLAWYAGCSTALAASVILSAFHQRANFYSAVVHLGQSSLSLVVLVNLIFVLYGAFMYGLQRLCFGPLRPVEIEQLYERA
WFAVTETCLAMTIFREEVGPFFLCMFTALVTGKVWGWIGEGRVEVFEQQPPANPRLFHTRLSVSLLLSVAYNVWMLKYCI
DTVVQQARPTMMVMFLFEFAIQTVTSSQTAIRYLFSMWEQHITRVQTRNGLEQRRRQIRERRAEILRRREQGDAEAENEE
LPSEDDVEEMDIEVPGWDAKGLYILSLDLVSDFLKLCIYTAFFGVLITFYGLPIHIIRDWFMTTRSFIKRLNALLRYRQA
TRDMDQYADATEQDLGQDDTCIICREEMRPWDPHDPVRLERTRAKKLPCGHILHQGCLKSWLERQQVCPTCRRPVSREGQ
QPNRNDQGGEFNGLNHPAGQNQQPQQQINGQAPANQNPNGLLPGNQRNHQNNGVRMFNLGPIRLGFAQGQDIQEMARRMG
IPEDMAHGHQRLNAQAPPPPSAQQPVNGHGATGMEQIQAQLVEVGQRLDQELRELSATIGQFRSLQNIATELARVRHAQQ
TQALGVTLPHEPVQIPPFPQNITRHGAADWGTAIPAGSPDLPEGVVIPEGWSLLPLERLDGGAVAPGQNSGQVDQAGQQE
DGNTATPGTSTAGPAPEQRTVVGPRSDNTAQSRAQIQAQGNTAPSLLTTTPPSRPITPTTPATPMSPAEQQQPATNTSSP
KPAGTVETQALRSSEPSTSSTQPQSRLQNPVTITPAVNTGPLGGMSAGWSFNNVSPAPQPEASQPSKKEEEDAEADDRLS
VDVSESYRPRPRPAPAAVEDAEDEEASRS                                                   
>Ncra_4721NCU05314                                                              
MASPGFPPRHLDATTGREVVYCYGCENEWYRDDYPHLDLECPRCHNDFVQIVEPDNDPRPGVQQQGHRSDSDPEEDDIEQ
FLERGPGSFFMRRSVYQSPDSPFNRSSGNGLEDLDSSPDRPRARPDDPGEAVLSRFADMFVELSGARPGQQGGNAFGTQP
RIQRTTFTRAGDGMASFTFTTTTTAGGPAGDGPEAPAFDTLFRGLFGNIPPPGAEDPGGGQGQGQGGGPRGPPLGFATGL
QDFIATLLNPQAAVHGDAVYTQEALDRIITTLMEANPQSNAAPPATQAAIEKLPKKILDEQMVGPEGKAECTICIDDMYK
GEEVTVLPCKHWFHGECVTLWLKEHNTCPICRMPIEGNNPSGSNSNNNNNNNSQPSASRQEASTNSASAFASSSAPGRNP
FESLNPFGSQAQSARERLRRSEQEREERLERIRNVAGIRRTDSQSEGISRRTSHSPPSRENSRFDMRSRDRDPSPPRDRG
TSTAWQPNPSSNSQSNISSRYSGGLNNLWGRNNGNNGEGNSRDRDGQQQQNQQQQQQQQSSSSGNGALGWLRDHFGRGSS
GSGSGADRDRERRR                                                                  
>Ncra_5511NCU06269                                                              
MPISTLDRFRLSAPGSLAWSAQLDRTWGLENRPDTGRGPHQSHQRGPPWALESGFAWAGLLVDFQVAWVDAPAFPGFGSD
SVASPGVAAASPTSAAAATGSSGSTSRTSRLRGLSYLRNYTQTHILSRDHSSPTTTTPNSPVNASGHHSVTLPLHTDITH
QSASNPQVSNSSSGTVSSTTTTTTPSAGPGSGPEAPTATAGAKAAANNNNNTAVPSANNLVSAARNPSHHGRAHHQNSSS
LSSIHIPFISRGHSDPAHPSRHSPSLSTNDATVNPNHSASVRSNRTPFSLLPHRSHSLTDGVASAPLESPPVTSPTTSVP
PGIASPSDDNGIRVAADTFHSNSSSTGNIISNNHNAATMTRARSATTSDIATRAETGGNMESLPSIRFSTFYDPRATRPS
LTFSPISRTLPTGKEVIRVGRYSERDKPSVVPHNVPSAAPVGFKSKVVSRRHCEFWYEDGKWFIKDVKSSSGTFLNHIRL



SPPGTESKPFPVNDGDIVQLGIDFKGGEEMIFRCVKMRLELNRGWQAKLNAFNMQTHKRLRNMTAQSSANGASQSYSQDC
SICLNSIGPCQSLFVAPCSHTWHYKCIRSLLSSPSYPQFICPNCRAAADLEAEVDDPEDWEQLEADEQMEDAVYVQDESQ
ASSNDAQARPAAATSSHQHETDASGDVTMLYSNSQQSAVSNPFDGTSRPVVSHNSTSQPVPIRQIPAAVNGQAGEGFRDA
ARTPSPTGIVHAVSTHEGPITPRNDVGPWVFDGGSTTRTRANGEPDNASRLASLEAAVAGAHINGATGST          
>Ncra_5751NCU06534                                                              
MKKGGFGSGGFGAFSSSTASLSYVAPPPDLSSVPQDVIVPFKNLLKRDSTTKSKALEEILACVKKSDQPVDDSVIDVWAQ
LYPRVAIDNNRRVRELSHNLLLELVKSAKKRIEKTLPKLVGPWVAGTFDKDKGVARAALAVSAHILDSDQKKAKFWIAFQ
GKLLEYSNEAIRETADSLSDERTTSKEDMEAKYYRVLGSSMAMIQHLLPTVKDDQYPDELKRFFDADTLWTLAASDDASV
RRAFYQLVASYLDNKPSLLEPKLKDVGKVLVAEGPKKEQRGSAVDLLRALISVTKRFPKVWGSKSPLDRLRPLVQKGSQG
GSDEFWTELDQLLAILPTSSPDYAANAPAFLKSMRTAITSREERRQNAASAWACYLNTVDRITAGSTPSPDFLQENLYPL
TREYLHPSTETSTWAYAQPPHVFKAWKIVPYTTNEQVRSSAKEEWQKLGDDFAAGLSNSLPEVSPDYEKSQLELAAQGDR
WFTLVQGFLRGAPSQQSFDGDADLPSVVASTSRKLLESAQDLLARRNYKPFCAAAVLKAAFTKAPVLCAKSDLIKKVFPL
DDQEAFEKIVVSRSLPFLASCLGAVTPDQPDFSEQVWVKLIDAALSHGFPSGAPIVKELVSVPLPQTVAQKSEALQNFIV
EAWQDFFKEEPSSPVVEQLCRASISHSVVDDKTLQSLASSFAQDIGVAGKYDPEFKALDLLLRNKSALFADAPVDLFTRL
LSLEEISDSEKATKVAAIRSLIQKQYGGNKLWLEVIRLSLAEADPSSLDINTLIRHAKEILSSGVPLTDLLPSAKAWNTE
LYSFLRDNPDPSLSITSSFGGAYFLATESEGSTLTTQKRDRQGRSIPARMAIYTTNLFTDVDLESVQADLLELIFLTAVL
ANDDLTVMKENGLWSLPASEDIRTERSDEIQSFLDLGTSLLARVAGASASWKEGDLDGTSLAEMLIQSLLQQAVDFSAKA
LYASKALTELFQALVSVHGYPAGAKFDEWFNKLGIMKATPQTVFAAIAFLTGFDEGLASSRAVANLYNRLVSDIVGCFPS
SPKTLYNVVLLNICLSVYPPAKTPVEQRKLVFALKQFTTWVQTPDEMTFGLTAEVCKGIHRILPNVAQVYGPYWREAIDY
CLLLWEKARNDTPQRWPAYVLPSIRLISSMETLEDPNDDLVEALEETAVDRSKALIRLLELPHDVVNTARQILDETLCRA
VQKIPLKHLTSEKDLLTNLYGLLSSGSREVQTAAFGLLHRALPAQQEEEVLETLLEEKVAKVPDELLSIIQAVPELEKYT
DEELAGFPVDVRSYLLGWHLVFDAYNQAPLQVRKQYTDSLKADNSLNALLELMFDVLGHSTGQALNLDKNTFSAEHIRSY
DVSQSEEGTKERDMQWLLVHLFYLSLKFLPGLVKSWYLDLRSKQTKIALDSWMAKYYAPLLISDALDEVNDWASSQEAPQ
EDEKELRVRVNRTAKEVSAGYEIDEDFASIAIKIPAGYPLESVEVIGENRVAVNEKKWQSWVRATQGVITFANGSITDGL
AAFRRNIIGALKGHTECPICYAVVSADKKLPDKRCSTCNNLFHRLCLYKWFQNSNKNTCPLCRNPIDYLGSSTRRGGGGD
>Ncra_5950NCU06754                                                              
MATLVSDLLRGAQRQVRRFSSGFAAEEPDISTPSSTSQHQRTRSDGAALPESVFEDGDENYRRSLDGIVVGRTVAQPVAV
VTTTTTTPTNVASSSHSRLGEAADVATATPEAGHTGQVPVPPTSAAAYESTPPARPSLTSPISAPAPEWTAQAAQQSLLT
LPRIPSQVDSDARSQTGELPEDDGKSALRKRIQAIQNQADISQALKAQLIHQVMTEEYYQQSPHAHDGTMGMRPESPSGR
SVRSVHSVKSARSAQSHSRDRSSNRDRDSFGPLQTALKFWNPLAGESGFSDEDTLNIHVTEEDLKPTYAPKTVPKRDEYG
VRELDVSLAYAIAQGIQPEEETEDLDEHGQPVLRLGCKHYRRNVKLQCAACDRWYTCRLCHDEVEDHTLPRRDTRHMLCM
LCGRTQKASQTCVGCNQSAASYYCNICKLWNDDRNKPIYHCNDCGLCRVGLGLGKDFFHCKKCSACVSTRDEHRCIERST
DCDCPICGDYLFNSPRPVAIMKCGHTIHKHCFSAHRERSYRCPVCNKSCVNMEIQFRNLDIAIATQPMPDEYQDARAVIS
CNDCSAKSQTRYHWLGLKCSVCHSYNTVEHKLLHMPGVDGDQAEEEPRAVTGSSDANNGAQGVSMLPVALDNAATAGDRR
LSAARGLDPQYPDTNGQQNRSIFHSDPISPPRRSALAGLFANRNRQSPSSSSADQPHPSTSNLPTTPSPSTYFPRPSSFA
PSSPAATAAAVLASAAALVGFGGYSASAPSGAANNTLISDRAIPGMTTTRTTRRRTRGRSINEAAGPGVTTSADYNSDDY
TDDDEESRWGEDMVTLEDVLGFLGRSPRRLVPVPQDGHTSIRDLIDEDDEDDESGEEESEEENYDDDDDDDIEEIGDGGF
ELDLIGHR                                                                        
>Ncra_6001NCU06815                                                              
MADSIRNESTPTTPSPDQMYCHACHHQWQRQGETLQCPACNNATTEIVSNQTSSTTLDTRTTLLTQDHQITPENDPRHFH
RRPLPATVEDAPAEDELQPDYSAAATVTESQQPTEVPTSNTETQNANESNGHNDARPQTEANGTSTTSGNTQTSDETNTR
GTQEQTSNASNTEAPRSGSRSTNTQHFDIRFIFPPMTFFTTVISEPLTPRSQQQPAGSQPNGQAQSTEQSNEQPNNQQSN
ASNTSTNVPTPNGSTASGPSPITFFGLHFFTPRPPHAHTAPASNAASNTTQTEGTAQQQSQSNDEQAQASQQQQPQQGPQ
PATQGQSSPFGSGPVPAGLMNAILSAMFSPLSPLVLGNLNFVNDGVYSQEAFDRIITQLREQHAAQNPGGAPPASQAAIE
KLRVKDIDEQMLQGCQDNKAKCVICVDEMTLGDKATLLPCNHFFHGECVTPWLKVHNTCPVCRRSVEVEEAPESKKRKNV
AEHEPTGRDGHGIDEAEDEDEQQSAEVAAAIPERQRRPYGPERLRGEGTDCA                            
>Ncra_6216NCU07060                                                              
MATQYEVEHNIKPSSTAPRRRKVDMSTFTSHLHNIAPEPSTSTSNSSQSQSQHHNNPHATPNPVDLAALYRLLQDQMGVL
ALSAPTDENRNFLNSLIDSLEEDIHRPPTQIEGVSQEFLDGLDRVDRKKLKEDEQCPICAERYLDDQYCLVVELPCHHSH
RFDLECVGPWLRSKGTCPMCRKEMGKRREVVIEKKEEEEEEEEDDMDGLYA                             
>Ncra_6515NCU07387                                                              
MSMSVDEIRNVVLLLSNPAWRGGTTISNTVIRNVTALTHTLTVSTRIAENITVLASKYAATQNGVIQGLLYVPDLSEKYP
CADNLTAYIPESAPRRAQLPPANINLIALVPWINAQCARHFLISARQDPVRGLIFYKPDNSTEKPPKGSSDEWDIGDGGK
WRSQAGYPIYAMSGAAGQRVMNQLSLYSGNVSEIPFGDRIAQVYNPSPGDFVRVWTELSVSTDTALPGIWVYILIIIGVL
LGAIIGISLLMHFIQAKRRSSLRRRVISGEVNLERMGIKRLRVPMEVIDTFPLFTYHYEPDSISVPTSPRSLRPDRPRGC
SRTQSEAATAQSVSGLTVAMSEKAPSTVATDYQPACAICLEPYQNRVTVIREIPCGHIFHTQCIDEFLSENSSLCPICKA
CMLPSGYCPKITNAMVRRERAVRRLRDRITVEDSCSEYEMVDQGKPIRGGKSLRSLLGGGDESKAADAATIGTTPSRMSI
RQGSIQRADRKQQKQVENNNNGNVQRGSPPVLGRKRMRELAGGSDIDDGESQAPAWERLRRKVFPGF             
>Ncra_6678NCU07561                                                              
MADQCIVCLETLDVQLPPDPLPSSFVSAPAGPATGDPSEPGAPAASIEVDAVTPKDDAGNSDNSPVSTTASNTGTRKHDN
KHDHVAEIQVCGHALHDSCLRLWTDKANSCPICRQQFHLVHVYDKIGGKLLNSYHVEDKKQVAEFDPQQWLDENPEPEED
VSLPCPVCNRSDNEEVLLLCDGCDVPYHTYCIGLERVPPSHWFCMECADVLGEDINAQDGMPEDFAPAPRTRRGSQNARR



ERGNYYFPRTQGSMRRARIRARSDEWQGAWGRIAGRVWDALSLDLDYQDDDGDDGTLEDLENYRRSQRLREQERLEHERW
QQRLMIATRLGARDVFTTNMPSVFQSRYIPREPSPQQTREEERAWGAFEMARGNQESSASRKRKSRSISGEEVEASHHEP
ERKLKRPRTRRLHTHQNGEPSTSAANQPSSSTTAGSSASAEAAPSFLSSLLKEVEMSTPSEEDGFRDLPEFPVPGSIDTG
SPIPTYVSPRATTPPMVMSRPSSPGLSSYLAPVYAPANFSLNRPTSPTAKTSRSSSPNNRPRSRTSPENSDTEQQRGRSR
QQTGSAAAGGSSSSASMPIQTSLARRPHPDASHRSPETSPSRPALPRDVKQSINSIVRGALRPHWHSQKITAEQYEAINR
DVSRKLYEEVKNPAMDLGEELKQSWEKLAAKEVTRAVEQLKA                                      
>Ncra_6682NCU07565                                                              
MFSRLHSKHKGHSKEQQNRRPPDHQASTLHDLGMLGPSSTSILSASGGSRRPDFDRSNHSYHNHSGVPARQYPATSYSER
DSPIPNGHLGAQSHYSLVTPSSPSQSRESTMMNSNASRGRRERTFVGSECAVCEEPLEHTLQGERILQFSCTHVSHEACF
YEFIREFESQFCPTCNAPLHLDTSRGGNVLDIEKISSMVRSVSVNDTRSPPAPTPAPAPAPAPSQQPWDDQLARAPSRAS
SARQDGGLAPHTMARVSQRDSRDAPSSSDHRYTPNSRHARSDSETTGATGGMASSGGYPETMQSGPPRRHDYDVQAMETS
ISSPPRAITRNPIPAPTVTIRSEFPTISKSRQQQTLTCLVTVEVPDNKWRPDPEDLQNGQPMLPSSRAEEPYPRAPSPAR
SVPRFYPYESPEVLAEMTENLRSRVDNWHGLDFSRFGKLRLYGTLRVGKDKVSWQELECFLFAEMLICVKEKKNVPSAPG
QWEDEAARKTGRCTLKGSILIKKHLNGVSETGSVDENILTLSLSVNELPQFHLRFENRNQLKLWQQALLDLNAVETSPMR
SPEYDREFSEADEDEWNRSAGSKQRVSSQASSWGGARSATTAPTEYTNVRSPGLLPSIHVPVDVVVVVPISASMQGVKIN
LVRDALRFMVSSLGDRDRMGLVTFGSSGGGVPVVGMTTKAWPGWSNVLASVKPVGQKSHRADVVEGANVAMDLLMGRKYN
NPIATIMLISDASTSDADSVDFVVSRAEAAKITIHSFGLGTTHKPDTMIELSTRTKASYTYVKDWMMLRECLAGCLGAMQ
SLSHQNVKLKLKLPEGSPAKLGKISGALQITKRATGRDAEANLGDLRFGDKRDVLVQLTIMPDTSSEEPQSHAYWDTVVS
GLEAIGGPMDDEDQRAMSVEEVPLIQADLSWGDILREGATQHTRPSLLAITMLPATPGSKKHWTASPAIPPHPYIVQRRM
EILTSDMLTRALTLVSRGQHDRAHTLLSETRSILKGLGKGGLPPVPPAPGGPPTKSLPSTPLRTHSPIPATPDRKNTPSP
TMANHPMGLGGGFTISSRRSNDALGAMNTGASAIDPTTVSALDAELESSLEWINHPAIFGRDSRKAVLQAIGVISSQRAF
TFRTPIESLWAGRVSGIKKLTEKSQEWTVEGGGEGGIMEEA                                       
>Ncra_7061NCU07975                                                              
MPKRPYTSGVGAAASDRRDEARRRRLNADSSSSGPSQSQYVPQSTSTNGLSSSSQTSSGRRQLPWQTPPGTQGAQSRHNT
QGATSTYSARSSQATPSSQHRPPEHVQAIHDTLNWLSTQPDILESDDEAEVIDLTQADPGPVLEFYGHFDGKIVGVRYYN
GVASPGEVVVCKREPQNQYDPNAIRVDNVLGTQIGHIPRTVAAKLAPYMDNGDLVVEGMLTGEKEFYDCPVRLYFYGTSA
SLQRARLEERLKKDKLVKATQLNQTRKANEEQRKKQTLELRGNGTYGFPSQTQEPEPQVTMEQLAKMSEVISFRSGGDMI
KSLAMSEEDLANLPMASQPEKLRAKLLPYQLQGLAWMISKENPTMPAKGSTDSVQLWQHTADGRYHNMATGFYNKSPPQL
LSGAICADDMGLGKTIQIISLIMTEGLGTGPTLIVAPVGVMSNWKQQIRRHVHEEHQPKIVIYHGSKRKEFAKALQDQDV
VITSYGTLSDDALVKTRWRRVVLDEGHSIRNAKAQVAQNACKLEAKSRWVLTGTPIINSIRDLHSLLKFLRITGGIEQSE
IFNTVLTRPLANGEPKGEALLKSLMKDLCIRRKKDMKFVDLKLPEKTEHMSRITFWPDEQKKYDALLSEAQGVLENYRTQ
SKRSQGQFQGVLERLLRLRQTCNHWVLCKKRITEVLELLADKDVVDLTDENRAILQQALQLYIESQEECPICIDPLSNPI
ITHCKHVFCRGCIDKVIEVQQKCPMCRAPLSEDKLLEPAPEHSATQDEEELESETKSSKTEAVLALVKGTLDKEGSKIII
FSQWTSFLTIIQHQLDEAGYTYTRIDGSMNAAQRDAAIRALDYDPNTRILLASLGVCSVGLNLVSADTVILADSWWAPAI
EDQAVDRVHRLGQTRPTTVWRLVMDNSIEERVLDIQKEKRELVGKAFQEKQDGKKKVKETRMADIMKLLS          
>Ncra_7412NCU08360                                                              
MATRDAPGSSRDAVINNSSDSESDSPYARSRHPTVSAQPPICQWRNSTFHDQECSHYFDCPTHVVERVLSDGESQGDEEG
RARSDQPDESDGEQPQLRDVSPLSDSEDEGGVVMSSPNASRPVSPLPSSPARGGYETTTVAGTNHPPVPGEQQGDGTFPV
NTENLPTTPLTGSAENLIALNDSPVQTRGQPQLGYFAQHATNTGEYGSGTVTTPSPGPSRGGVPSRLREVFESPPTPTTD
LSPRLVRGLSQQPPPAQRRVLEEIVLPRWQPDAEVTYCPICHTQFSIFVRKHHCRKCGRVVCNSCSPHRITIPYQYIVQP
AGTPRLAPRYPGSFLGGDPRSPDFSVLGGGERVRLCNPCVPDPNTAPPQTQAQGSSHSRSHGNVAGGSQGGGGEAASPDY
SNRWSSYFGPSPSSDGQFRNRSVTLQPTVTTLPSGSNNIFISTAPMESRIMSGTPPVYYQSGSSSHSHPYRGPTSQQRYR
SLLDIGERPGPSAGPSSSSSPDVNRRLPPTPRSHSRHHQHHHHHHQQQHIIPEEDECPVCHRELPSRNLPNFETLRESHI
NQCIATHSAYNGSVRPAVTDENGEGSSGANSSSLPPAPPRRTGMFPYTATEKDCVDSAECTICLEEFEPGVAMARLECLC
RFHRACISAWWERHPGRCPMHQHDGFGY                                                    
>Ncra_9142NCU11215                                                              
MPVYRYHLKFELYPSPDPTHSAPAAAFHPDIWLPTKDSSIFDELPAHPRTWQLKSLSSRPSSRRKQNRDIIQGEGQIEEQ
EKKGHSEKIPRALPESHLGLLNDSSDPEAEEGTETGGVIDCGASRPDCQNPEDNRNIVRLSGKQSRATSPPPRFTSGLGP
RTAAKDWRFGRISIESLDLPRDGHLQRHAQTAAEDNTQKKGKGKDTHSATAGTGKPVAAKNNKSAMAESLKDQGQQSQQE
KNGNQERASHGTPAASLGPNLGGMGQATKGRYIPLETKNTEVGWGIVHLYREADESSALRAGVGAGSASGSNGTASSGDD
GTILCITAVPMYMSPSDFLGFIGEKWRDDVSHYRMIMTSKLNRYMVLMKFRDPQRARDFRVQFNGRPFDSIETEFCHVAY
IQSITVESPGGQKGYSTITSNAGGNGNPVDTLPSPSNTLNLRPFPPPTPNLIELPTCTVCLERMDDTAGLMTILCQHVFH
CTCLQTWKGFGCPICRATNPKPTAEESNQENPYSRPFGSGPVSNLCSVCDEPSDLWICLICGNVGCGRYKGGHAKQHWKE
TAHSFSLEMETQHVWDYAGDMWVHRMIREKGQGKVVEFPSHHIHNSNTSSERNNTARAPAPAWSSQEETMAAVTGAPLPH
PPVPEDQEVVPRAKLDSIGLEYTHLLTSQLESQRIYFEEMVAKAADKASKACAAADAASAASTRAIQELTDFKEEHFRLK
EEVASLERDLTRERKRADKSTELARNLSKQLQEEKRVGEGLMKRIKHMEKEAEKTQEELKMLRQQNEELKESNHDLSMFI
SAQDKLKSMEQEGQVTAEELEEGGTVLIPAGEGSSANGGQGGGKKKGKGKK                             
>Scer_SCRT_00217                                                                
MVIKEDCINNLARWQADEEAHSCFQCKTNFSFLVRRHHCRCCGRIFCSSCTENFVNYNKKRVHALQKKNSDVESPPYRTC
NECYDNLLHLNLLVSSTNRDVRLSQTSVPPNALALSAPDSNTDEDAEILEDSVDQSGTACRSEESSQNEEDHFCPICNSD
LTQFPDEEETRKHVEDCIQRAENAQQHTNTSDAADDSVKESPAFQNRMLVYKISPNTTDNAIKECPICFENMEPGEKVGR
LECLCVFHYKCIKNWFHKRAQMTAAQKGNGHAFVKRNFCPFHDAVF*                                 



>Scer_SCRT_00377                                                                
MSESGQEQDRGTNTSPNNAENNNNSNAASGPLNGGAEQTRNITVSIQYSYFTPERLAHLSNISNNDNNENNSAASGNTIA
NGTGPSFGIGNGGHQPDGALVLSFRDVPASTPQDRLNSFISVAAQLAMERFNRLLNRPKGISKDEFDKLPVLQVSDLPKA
EGPLCSICYDEYEDEVDSTKAKRKRDSENEEESEGTKKRKDNEGAPLRTTADNDSNPSITNATVVEPPSIPLTEQQRTLN
DEETNPSYKHSPIKLPCGHIFGRECIYKWSRLENSCPLCRQKISESVGVQRAAQQDTDEVAANEAAFERIRRVLYDPTAV
NSTNENSSAPSENTSNTTVPTIGNASSGEQMLSRTGFFLVPQNGQPLHNPVRLPPNDSDRNGINGPSSTTQNPPSNSGGS
NNNQSPRWVPIPLTLFQFHSPNPNPSASDSSASPSAANGPNSNNTSSDATDPHHNRLRAVLDHIFNVAQRGTSDTSATTA
PGAQTVHNQGRNDSSSSDTTQGSSFLENISRLTGHFTNGSRDNNNDNNDNNHSNDQQRGGSTGENNRNNLFSSGVASYRN
QNGDVTTVELRNNNSAAFPPTDENPSQGQGSSSSDTTIHNDVPNDNNEQRSSQ*                          
>Scer_SCRT_01390                                                                
MVPENRRKQLAIFVVVTYLLTFYCVYSATKTSVSFLQVTLKLNEGFNLMVLSIFILLNSTLLWQLLTKLLFGELRLIEHE
HIFERLPFTIINTLFMSSLFHERYFFTVAFFGLLLLYLKVFHWILKDRLEALLQSINDSTTMKTLIFSRFSFNLVLLAVV
DYQIITRCISSIYTNQKSDIESTSLYLIQVMEFTMLLIDLLNLFLQTCLNFWEFYRSQQSLSNENNHIVHGDPTDENTVE
SDQSQPVLNDDDDDDDDDRQFTGLEGKFMYEKAIDVFTRFLKTALHLSMLIPFRMPMMLLKDVVWDILALYQSGTSLWKI
WRNNKQLDDTLVTVTVEQLQNSANDDNICIICMDELIHSPNQQTWKNKNKKPKRLPCGHILHLSCLKNWMERSQTCPICR
LPVFDEKGNVVQTTFTSNSDITTQTTVTDSTGIATDQQGFANEVDLLPTRTTSPDIRIVPTQNIDTLAMRTTSTSTPSPT
WYTFPLHKTGDNSVGSSRSAYEFLITNSDEKENGIPVKLTIENHEVNSLHGDGGEQIAKKIVIPDKFIQHI*        
>Scer_SCRT_02143                                                                
MSFGGINTFQQYNTDLGLGHNGVRISLNYFDGLPDPSLLNSLYSNELKLIFKSLLKRDETTKEKALMDLSNLISDFNQNE
CFFNDIFLLCWSQIYAKLIISDYKVIRLQSHQITIMLVKSLRKKISKFLKDFIPLILLGTCELDYSVSKPSLNELTECFN
KDPAKINALWAVFQEQLLNLVKEIVVNENEDTISDERYSSKEESEFRYHRVIASAVLLLIKLFVHNKDVSERNSSSLKVI
LSDESIWKLLNLKNGQNTNAYETVLRLIDVLYTRGYMPSHKNIMKLAVKKLLKSLTHITSKNILKVCPVLPSILNLLATL
DDYEDGTIWSYDKSSKEKVLKFLSVSRTSPSPGFFNAVFALYSSTKRHSFLDYYLEWLPFWQKSVQRLNEKGFSARNSAE
VLNEFWTNFLKFAEDSSEERVKKMVESEIFNSLSCGKSLSEYTKLNQTLSGVFPPDKWEREIEDYFTSDEDIRKIKVSFE
KNLFALLVTSPNNESAISRLFDFFVQLIETDPSNVFNKYDGVYDALNYFLDSDMIFLNGKIGKFINEIPTLVQESTYQNF
AGIMAQYSNSKFFKMNTDAITSLEDFFIVALSFNLPKTIILATMNELDNDIYQQLMKSDSLELELYIEDFMKNYKFDDSG
EIFKGNNKFLNQRTITTLYRSAVANGQVEQFCAVLSKLDETFFSTLLLNTDFLSCALYEVSEDTNEKLFKLSLQLAKGNS
EIANKLAQVILQHAQVYFSPGAKEKYVTHAVELINGCNDTSQIFFPANAIEVFARYMPAIDYRSSLVSSLSTNTHLLLTD
DKPINLKNMQKLIRYALFLDALLDALPERVNNHIVAFITVVSELVTDYNCLSEEPNDLYYDFGHTFFKHGKVNLNFSDIV
GNVIQPANGGDAMLTFDIAESNSVYFFYYSRVLYKVLLNSIDTVSSTTLNGLLASVESFVTKTVRDQKSTDKDYLLCAIL
LLMFNRSNSKDEMTKLRTLLASQLIGIREVELVDQEFKSLALLNNLLDIPQADKQFVPIAPQRLNMIFRSILKWLDSDLV
YEPSFSTVRLLLLDFFTKLMRFEGVRDMGITAFELSERLLADSLSMCQIDDTLYLLELRSSCLNLYETLSQGVSKNGEEI
SEYGDEIQENLIELMFLNFNQERNNQVSTLFYQKLYKVISSMELKKLESQYKRIFEVVLNDKDIGSNINQSRLLTTLLGS
LVVKTQQDIIIEYELRIQKQTGSDVDGSASDNDVNSKFKLPQKLLQKVTDEVPKEYLEYENKNSFIKYLWYWHLILMYFK
DTSYNMRQIFIEQLKEAGLINRMFDFITDQIDLRDTEFWKQVDTKEISEYNIVGNNFSPYKEDIFEECKKLLGHTLYQLF
NNVGCLTSIWWLNIKDRTLQNDIEKFVSEFISPILIKNEFDDINSKMDRLTSNDDALTIKLNNITNEVKASYLIDDQKLE
ISFKLPKNYPLTNIQVNGVSRVGISEQKWKQWIMSTQHVITGMNGSVLDSLELFTKNVHLQFSGFEECAICYSILHAVDR
KLPSKTCPTCKNKFHGACLYKWFRSSGNNTCPLCRSEIPFRR*                                     
>Scer_SCRT_02572                                                                
MEDCPICLADDQEGEQFGCLNVCGHKFHLNCIREWHKYSINLKCPICRVESTHLEVGEGQHALSINLKMGFMIKNAIDYV
GAETTNERNEDDTGEQDQEIEFLSERLRGTLVMDTIKIIQCSICGDTDVSRLSLYCQDCEAIYHETCLRGLACEVGDRNT
WQECTDCRSNALLELRMGAISSQLASYDSRNSMIFAGELRDKHSVKTQQMYEQIRNAKHKIQMHVRRALDRYPLPLLRFK
DAYKHVNKQVSRKLYRLSDNKYLPDQYDYDSLARTGVHTELLIYCHDE*                               
>Scer_SCRT_02905                                                                
MSTYEEEHGIQQNSRDYQEVGGTSQEEQRRQVRSQLQGLFQNFGNTSGEGDAHSDSTLLLRLLSQLLPESLQEEWLQEMD
KGKSAGCPDTFAASLPRINKKKLKATDNCSICYTNYLEDEYPLVVELPHCHHKFDLECLSVWLSRSTTCPLCRDNVMSHR
IINEIDTTEAELEEDWGMYG*                                                           
>Scer_SCRT_03985                                                                
MEIDGNTLVFIIVILFLFFSSPGGDGVSSQYEFNQLQRLKQQFRTEHNTFVNMTYTDSFRNITGLKLSYQDMLNNPLQNA
TYPLPGKDYDRWFPNQNYMVLPNDVIEAINTEVWNTSNDDASNLFPPNITSTLLGKIDLVSNNKYEKIRMPVPRFYEPAT
DFSEDIPPEGETYWSEWPSYGELHNVSFQHGEIAIQISHMSNLQDNNNYLRRNFINKKNDRWKLLNLQIDFSDKAEKEKH
SIYSKAVYDIQRGRILSISQSSKFHSLFALPHYMSFQNDYNEKIFNDVKELVDEFWNFTDYTDVMTMKDVQDAYNNANFK
CEYLIFLQLEPWNQYTRDQIKLIDDELNWPLGRPANLSSLPPINVVSGLLYSPDCGVRLGLHNVKGTRYELKIMSIRKHL
LFGIALFAAQIYLLLTQMHHTNTPSMVNKISFYCFSMINLVDGSLATLYFVAASVVPELYLPLVISAFSCFILASIFEIR
YLISIYASQVNEQNVGIINLLRGNTGTYDENRPRPAFIPDEGSIGGSLYGRFFFMLIIFTFLILSSTSWPRQLRMVFEYI
LIFILNSYWIPQIFRNAVKGIPSRRERARSSIGGNRSQNKMPLLWSFVIGTTIIRSLPVVYVFTYSSNVFRHHKDVHFVV
FLSLWLLFQISILYSQDVLGSRWFLPKHTIPDGYSYFKPLSNEYISEHGGGTAEHTVDCAICMSDVPIYIEEIPETHKVD
QHSYMVTPCNHVFHTSCLENWMSYKLQCPVCRSPLPPL*                                         
>Scer_SCRT_04695                                                                
MDQFEYIVTLEFGNQNQVESAYQIFKSIPKKLKAKSIGEESIKSNNQDWQDWRVCDLEIDMITDFKNQTSKEEESDLITS
QYLGHGIIRLFKLNNSNNTLNEKEILTIPGDDTMICILFVPTYFTVHDLLHFYIGDDIVNKQVSNFRILRNQQKGMGFNF
TVLIKFRNALDAKNFKEEFNGKSFSRMDPETCHVISVKEIVFQKKLFQRPAANEDFPYLLTDPFTVKKKKELVKVELPTC



PVCLERMDSETTGLVTIPCQHTFHCQCLNKWKNSRCPVCRHSSLRLSRESLLKQAGDSAHCATCGSTDNLWICLICGNVG
CGRYNSKHAIKHYEETLHCFAMDIRTQRVWDYAGDNYVHRLVQNEVDGKLVEVGGSGDDDNNDIGNSDELQNVVYGNRSK
NGEKPNSNKKDGELAANFLRHREYHLEYVQVLISQLESQREYYELKLQEKDQTASDSSNVESLKKSMEDLKLQFQVTQKE
WQKREMAQKSKLEEDMLVIGGLQANLDHLSKKQEQLERENKALEESKQDLEEQVKDLMFYLDSQEKFKDADESVKEGTIL
IQQPHGAAQASKSKKKRNKNKKAGK*                                                      
>Scer_SCRT_04829                                                                
MSTNTVPSSPPNQTPPAASGIATSHDHTKFNNPIRLPISISLTINDTPNNNSNNNSVSNGLGILPSRTATSLVVANNGSA
NGNVGATAAAAATVETNTAPAVNTTKSIRHFIYPPNQVNQTEFSLDIHLPPNTSLPERIDQSTLKRRMDKHGLFSIRLTP
FIDTSSTSVANQGLFFDPIIRTAGAGSQIIIGRYTERVREAISKIPDQYHPVVFKSKVISRTHGCFKVDDQGNWFLKDVK
SSSGTFLNHQRLSSASTTSKDYLLHDGDIIQLGMDFRGGTEEIYRCVKMKIELNKSWKLKANAFNKEALSRIKNLQKLTT
GLEQEDCSICLNKIKPCQAIFISPCAHSWHFHCVRRLVIMNYPQFMCPNCRTNCDLETTLESESESEFENEDEDEPDIEM
DIDMEINNNLGVRLVD*                                                               
>Cneo_XP_572386                                                                 
MDAPVASSSSHHPQAPLPAPYADLSFEPASQAQILRSHQRDTAQIHRLTELASEITRSLAGTRWLAQKQMIIDLLVKAIY
LSLTLGRGSQTLGEEYTDILPYSPGRKPPPSKTRRFFTIMFLLFPTILVSPASTSYIRTGGLSQPSSRWRIAREKLGDFL
SSPLGRAIPELHMIAFLFRGRFFELARRLTGMSYISALPPSPPEQRPASYEPLGLLLLIPFIHRLLLPLLNSQAELPESA
NHETWIADTIHDGKPTERASIVGANTFYDSPNTYLTQEALELPERQCTLCLEPRGTGEGSGGTVAVTECGHVFCWGCLGG
LEKLECPLCRQSLRMERLIAAYNL                                                        
>Cneo_XP_572170                                                                 
MPIQLTNLYSIIIAIHSPASETKQQEQQRSQGADWRLGDITVDWVDFIREKSVEKRDMTRNQHSSLQESKNRLSPQGRSV
PGSSTAVSNTKPKRSRSETPTQRKTSKDDPDSSSLQPLLAHFPSPAPLSSSYAQGISSLGTGVVHLFRHSPPPSLIADID
NHPFGSSSRSAGEASSKEGWSGENAEGEDGSLIAILAVPAWMRPADFLEFIGGWGTCLEGVRMIREATTPNRSIVLLKFR
DPLQAQDFTVIFTGRAFSTLDSRETCHPIRIHHLVLHKLDQDQTISQKNAVAIPAFPPSVYASRAKQLPELLSGVPTEKR
YELPSCPVCLERLDSTVTGLVTLPCAHTFDCDCLRKWGDSRCPVCRLSHLLLSSSSSSATPSHSLHGPEITRLTKCSMCS
STENNWICVVCGTVGCGRYEPGKGHARRHWEESGHVLAMELETQRVWDYKGDNYVHRLIQTKNDGKLVELPSASSLVTSS
VPRVMPLGNSQPTSSAPARSSSMDIGSTSEHQAQAQAQGHAGPSSNDIDKISTIESITLEYSYLLSSQLESMRQHYEKAQ
STLETRLEELERRGKETEQKLKGLEKAEKEREKAERKMERALELSKGLQSALGAERAMSQGLSERVKVLERERDEAIKRR
KDKEVECQTLEETVRDLMFSLEAGMKIKEMGGDSGEGGDLMVVPGKEPNKGKKTRK                        
>Cneo_XP_571910                                                                 
MPTMPPKDRPNHIALPVGSTTPTGNNSTNPGSPRTPPTATTNNPIGPQATSPTSRHSFLGFMRTRGRSSTLGQQPSTSAN
LSSPIQSQFQRAATPERAGNSRANAREQSISGRAGGGNGVATGSGVMNTGATVTRTVSTPLSGSTIPPAPTTSALAPDAS
LNAAPTPPGNPSNRLKTYRIRLVPHLESNRSLPFEPVIREMAPISVTPFPGTTPSDSAMQIADSGTLSSAGGGRTTVGGK
PVALVLKIGRFTDKSDRLPVPTNSAPLGTGGGGSGHVNGDGTLGPDGPRTGSATLSVAGGGGEVTSGKAAFRSKVVSRSH
AEIWCEEGGKFYIRDTKSSSGTFLNHIRLSSPNTESRPMMLKDGDVLQLGVDYQGGTEDMFKCIKMRVEVGREWQRGANE
FNTNALKQLKALGGDVSVSDNKGKDTPSKKAKASVTDCCICLFSVTVCQSLFIAPCSHVFHYKCIRPLLLQHYPGFSCPL
CRTFANLEEDVETEDAWEIASRRASVISRRPSNHSILPAGSSTPAAAAATAIESNGNGDVGTAMVVGDNEVASAGELLPA
PQAPGEPEGLQAGMPLARQATAVAQVDPITAGLDLTSETITTVPEEAEGFVAPSASTIPRPIVHPASYDQSGNSTFSEAA
TPMNDTFLSTLALAPGMIQRLELADEVSQAGTGSLSGMTGSNAGSNGGSNVGSRNESRRQSREIERNGDMYP        
>Cneo_XP_571457                                                                 
MGKRLEDASCAICIDSLFNKRDDLDDIIPIATCECGHVFHEPCLLEWFKTQSQAYLAAAREAGVPGRHGSPTLSDAPVEC
PSCRAECFADPETGNPIIHRLYITFDGRSSSVQPASSPLRRDIDRQAKRREEEALSLAKRAKMLTEEVAGLGAESKEEEM
EGMIKRTEGLVKDLELSAKAASGIKTYVGGLIVAVNKLRSALEDHPVIHALQGRIFQLESSLKETNAEMKTIIPNEIRKA
KEAEQAKADKKIKRIMDELEVIQRELEKEKVARRAGKKEMDERAKENEKKIMILESQLRREAKEKEDLQATLRERTKMLK
MYQSKADSRKELKAKVQKLEAENARLQADLKASTNAPQRSRKISDRSSSPEVFDYQQLNKSASPQRDIMYGEIPGEDDDP
IIQEIPPLDLDLTLPYARSRTSRAQLIPPTSADESSLLIDMPSFHDDSLRHVTGLPASPKRSRSGKELDTRQHPTARTIS
FDLDEGLKRRKASKSKYFPVSHSSEFGSGGVVKEQGMEKEKAREKEGGKESRPRKRDRKGGDLFASDAEESESDDEPVPV
PQPRQNKINPFATSKQSTSSRARLPTTSAIPIPDSSLQRAKFCPDNEPDYQLEPEVNHDGQSPRGCMVVEPKRVPLRTKE
KEQVKDASKIGDKGKGKEMMSTGALGKQKGSEQKSVVDWLGIRDPNGRPKAGTNLMLGRQIKKRL               
>Cneo_XP_571204                                                                 
MPKANKSSASAGTRKKHAAKKTHREHDDDSDHQPESGTPQPSRKQRGEKKLSKAQKRAMPKVKQYIPPPKPPAPPILDPL
DGQGLARTLPADLVVVLRRLGKKDAVTRRKGLEEFRDGWVKYILKEKPTEEEETEREVKEIALLAAIPVWSPFHRAIALL
IHTDLLSVPALRASILESLNLGLLPGTQNRDVLGSWMIAALEEGRRAGGLGLRGWESSILWKASGEEVGGDTDIRIDLKE
HLSTLIEYLTLSTLNPSILHEDIHPIPVAATPVSSIPLGKKGTNKQGKSKTSSAPPSRQTETPVPPPEDHEILEERMTRY
RVGGLIGLSWLLQQLPQVGLTSLPEDLVTLLRHPALWLSLSSEQVDTVNSPGSLGTAQPPVRKAGYGLLDVLVNSYESIV
AEPEMLKMVSNAVLSSCWREKEAVVWESAGSAIAKFIRKSAADHRDGRNDGRNDGEEEVDSEDENVQNADDEDGANPATL
LQLSSPYYSDFLDFTSTICPYIPHITYPIILVVLSTLPPSLLLLVGPSLQLQTLFSHLWAPLDSRLLSTHCLPGQKSAFQ
VFFQAILECTIFLIGKSWKEKDGKEAAMWLVKEQLGNRAWKEGVLLMGGRAGGRHVPRGCTEESEASAFGSTLGRLASID
QLLLDQIRVVLTQTLSDACFPQENPESGPMEVSILPRSLSILSAIRDAIAASQVIGLVDQLMEDLIEKLSEVFVGSSKSD
NPSHAIMAETLVDALKNHHHLVHSDTIEKLLGQVKDSSHELLIILHPPLFIAYLDSLCSKLPSAERHVCQQALSTVLQSS
EIDSSQRFTVANAVLILDHTQLLQSGSLDQIVKEATHDALAGGSPIAIPVVTASLKSLCYLSKSTLDEVLSVTCSVIRES
TKKLLTTDFVELGVPQAAFEIFAAYATNHLQEVIESEHLISGLVGVHHVLFVLPRLPGHIASAESKASGLLSLWSKLGEL
VVEYQEKVLQRVYSALKGEMGDVEVRVDPEVLIDVALATTLGSHSAPSLQALVLALLPEVISIIQDLAPHTSQPPHPSLP



IVDPLIPFVPHGDDDLDSIQPEFDSLGRAQTARYAEAAVALLRADRSLVKDEPALLQMILAVSRLAQDALTVPGASRGLF
SKETPSTRLADLVREVEGAVSFALGYVDEVEPSWHHATIHALKSGSVPHDSDLLQSLMVALQKEVTANGNDVDARSFRDV
LYKHMRQIGAGVQEGEAWLNYAMSLVDRSPQLSLAIITAIKPLMLDTQAFATAQTRLASALTTIPPSKCHTALNLLRIFN
ASAPEVDSTSVFLPQQRALFVLRHVAGWLTSDDVDEDKLPEDMEFRVLELEGSVAPIVQDVGGAHWDGIFDLVENGLENS
GMDDSSSLCLLYHSLSVLQQIRDLCQTNKSLRASWTSKTNHMKLVLDLFLQCRSANSVPLQLIQNLILDLLPDVPEQVMK
EASLTSLCNLISLSTSSAIQTAAYRIISQVIRHQTVGLVLEVEASVAQAQEGHAERTIEMAKELVDVVKIGSEVNWHGEL
GVSLVLGQLLAWMSILDYFEDASRTLRWAYLDQLNTSKLITDGLVPMLFSILGVSEMGAWNFPASQYAVDEFFTEFLDPE
SLPDLSPLASHLFYRALVTIPSSVRAYYESLKDRQLSMSMLSFTARHYSPVIIAHEFSALREPSAMAQLTEEGLNVRIAQ
GGGATIAAGAGSAEAIASYVVDEQPMEIGIRLPAEFPLKGVDVRDLRRVGVPENKWRGWLMGLQQTITSRNGLILEALTM
FKKNVSLHFEGVVECAICYSIISLTDRTLPTKPCRTCKNRFHASCLFKWFNSSHSSSCPLCRALF               
>Cneo_XP_571203                                                                 
MPDPAPFWLCHECGAQMRPVTIDGTPHCASCNGEFIEILDPEVNPDPDYELPPPPPTRPGQQTPSRFDPHFLSNFPPPQS
EGSSSPARQRDTNNTGNFLSSLFSMLGTGSRQGSEETPRRPPPSFHGEPSASQRNGQSQNTDRPGMRTYAFNFGNARGSV
TIGSFGSNLGRQGYRMNNDPTSPSGNLFNDPDPFRADPFDARFRPPGDGNRDINGDMPLPLGANEALQLIAALLDGNPPP
NMGNLGDFATSDADFMRILQETFMEAAGPQGPVPANETVIEGLPRFTFDSGSLAKSQFRDCPVCKDDFEIGNEVMLIPCG
HIYHPDCLVPWLRQNGTCPVCRFSLVSEDEQPNNQRTPNVGTEHTRNAEEERPATPTIPAAVSNFFRNLFGGSESQPSTP
RAAAGGGHGSNASQDPHSSVNVVSESTISADASSRHSPTIHGATRREQVQPCDEVASEGSSNDSLVRVYPEHSSGETHGD
GATDGEAGRIAEQEQQVASRDRLADRVNRDFNERWQRLRREREEDDTVYHPDLD                          
>Cneo_XP_571193                                                                 
MLTRDLSSYGRALVVAGFLFNHLPCLAYIPALPVNDTSGLNLTDSSTIAIAWTDPLGVYSGGVSFQLRADVDTGGTTSGA
LVHFSESTMGSNITTTTPWIAFISCDTNETIASMEWDIFTLARDRGASSALLYTTRSQTCLLNSEYITDFEKPLDVFATK
NVQVARVINNQFVHTNESFANYNATLLNQSALDVNQSLAGNYPATKTYLIGTLTARNSTGQATSTYIPNATTSTSSDSSH
NKRTSTPMIVLYTITGVVSVVFLIMLIMGGRRALRHPERYGRREDEHADGGQSTAGGLAQAMLDTFPVIKFHTSNGKSSS
NRTKRISLKDTGETLPMSQIERGDGIDMDAFPNRESKRRPISKCDTEVSFHTALDTCESVPQLLRDRSESQASGSGGKSE
EVAATAAATTMVHLEQVEAEDGQTCPICLVEFEDGDDLRVLPCKREHMYHRGCIDPWLLQVSSSCPLCRKDFNNPQPSPS
STQSSQILSSESPSSPQGFARYLTFMRRNRPRTRSTRTEGGGSSNTSRRQSRSGRDDGTDTAVGRGRMREADQSGPGGY 
>Cneo_XP_570287                                                                 
MSDVWPATSSYMLELDHRKYDLSQLAKAVDIAAKDRDQSGDEYAVALPTPTCFHVHTNTVEATLLPPDAKIEYYGREPES
NPAWEIFQTIGEQVASVVPSMERMPLVPSTAKLIRQPPNPGNTTSSAVGACLYLPKHGDRYPLARLELPPIAEQKEWMPS
ATAWDMQHWIHTIIALDPEANTTRKAIYRDDKKRVHMQTAIDICWVPDEGGEADRAEIKLLVVSRIYLDISFLFDPLPEI
GNDMLGFILHSIIPSPTATTYASESEARAAGLRNFYTCLKPAPDLPFNFPASRLQPREMLSKLLPFQVRTVRLLLEREGA
QGVGKAAIRTKMDPDGLWKGLDWGNNLGKLGYRRITGSMVPIDSLKSVNTDIEGKGKQKAYEEEEDYHYVSGITEEERQR
LPTLLDLTGVRGTMLCEEMGLGKTVEAIALLSLHRHPLSTPRNIPSMAPLVSTGTSQSSAHARIAKQPVPVINLLAGIPG
LQDLEVKDWVEKENIAFAGCRAWDEHSQLEVTEVAATLIVTPPSLLKQWVAEIQRHAPTIRVCVYEGWKSLQQGVEKQRD
ARRKARARKELEEKKRKAAAFRGQTRRKYAKGNNGLAIKEESDEENDQDDEEEGTLQLTQRQFVDYVRAHDVVVTTYHDH
LKFALPVPARSRRSTANYQLNDRPRSPLVMVEWWRVIMDEVQLHGDQTDAANMVSLIPRKNSLAVSGTPARSDIKDLMGS
LKFLRVPVLPNDNRLWHRLQQPSMRPAFEGLFRSLAVRTTKKEVSGEFNLPHQSRYVVPIELSEIELHYYNDTLERARER
LHLPANFREARPDDWVLDRSMFQTVLRSLRQICTHIQVGQMQSGTGRGDQRLRLGRTLMTMSEALEKMRDDHLQETSSEA
RQQMRMMIRQAQLTVMDDQNDLRHLQALALYERARAAAESHLEPAQKRLKSLLDENDGNDEEEDEEFEDEMSEKQQTQQE
KARALAIKTVKHTIRELDLIIHQCWFFEGDVRHVQKDEEKEVYAYARADAIRKSILARPLKTANIALLVFNWRTKIVDLL
SSPIDVDPTDVPDGQGQEVENPEAEYYAEALKAQGEEFMTETRSLLSTHDSRIAKQRNTKAAMNALTDVEMPNVPDDIGE
QATVLLKERQVFRDARMNEGCERPLKGLLMDLNVAIIHGQHRHEEIEIAKSMASMLKKYIAEQTELVEKLNKELDMFRAT
FNRRVVYFASLQEISDSVTAPEFKDLGKDIHAAAKEVNELEVKLAKMAVKGRYLHYLGTKQHEEEDIREDCIICFGSSDD
NQAVLLQCGHYFCLSCYREYRKTPGGRKCPSCRIKISDKEIQRIKLNPARAEAADPMGKQHQEFSVQTLAPAVSGSNEAE
EDTTPEEQEQLRRAADLERLRMMDVERRRAVMMMDMMGEYGSKINFLIKHLLYYKSTEPDTRHVIFSNWSDSLNIVMQAL
RLNGISFASFDQGKKQKDVVDQFLRDESISVFLLHAERESSGLTLTSCHVVHLLEPVLRHSFELQAIGRVDRLGQEKETS
VFCYATMDTVESRILSQGVRNGTSIYLADDTADQVVAEMPNVASAAHKGGDVAAGGNEEDLLGLIL              
>Cneo_XP_569771                                                                 
MDNHQHLQQHPPPPVFSMTIAMPGPAPPRSSPPADGSDAHQAADSNQGPAQESTIYWTFHIGPGSVRSPNDNQSSNEHPA
VPGPNGRSGEPRGPAEGGGDANNNAPPPWLFPPFFQFLMPRREPQPNPEKAAELLRSLPTVGKRLLNRVNNVVAAQDIDS
YEDDDDKGWKCGICLEGIHKEKLEKGEGKAVGDGKTEGEKEDKGTGVKALPCNHLFHGDCLEPWFTTHHTCPTCRLDLDP
LQTLNSPLRPGPARNNSFRPARTGAGRSTSNAHPYSRDQSRDQSRNGERDQNDTAGDQVSADASGSGDNSRSNTPQERGQ
RSSLTPHLFIFAGPNHPREPQQEHSPEAANDAAAVPHDPTSQPAEPPSANVPTGGEAPTTPGGNSRPSASHRPFFDPAEI
LGAIFGGPPSASPLPMHRHSSPFPSSPGENATQSSNVPLSGNTGSTPTSQSGGSEPQDASSVESQPASEQSAQPPPSDRP
QPERRAHIQIIQEALEQLPFIFNNHPIVPPLPTAFPFPGMVPVGERPSTPNAVDHTTDGSTAGAPSNGDTATAADEALGA
GQAQSQTSAKQPFVPQSLESWTEEKEKSLGWRCDAPECVYGPSTSEEDDDSDGYPPTTDELEEDQKNKEMVSIFSAVQPP
LSSAEAKEAHENDHDFTLLACTHRWHRGCLEIAERSAGRMSKDDGEGRIWVRCERCRKDGWIPPVAESTGSGVGRKRKEA
EMTV                                                                            
>Cneo_XP_569026                                                                 
MMSLKSCLSRSESSGLFKQSRTVIMSNDTFELQFGEEGPTPIILDTQQKDVNYRDIANCSVPVFFNPTDTPDVVCYGIAY
PQPNTGHCSRQTYNLWHFVTYKKNVQNGQWRNQQWQPIARTEGEYTTMTVWPTRMIVKSIGLSTPEQAVSEEILVCEVYP
LSNLRTTHASVDNREPWVEATLPSSWAAWRSDILTEEWVEAAGGEQMLSQLNARLGDVSFSNVQDLLGEASNSSPNTILS



HSAVQSWTPFPDFSPWKPISQNSYNFSYRLCANEGLWEFHGDIPIDITLETVFKLMVQEWLKCSIDPVDSPASVGSGRKL
ATAVRFTRGLPMAMKKVLLRDVLKDYLWKHIEDAAAQKDCPICQEKYQSFTCVTITPCQHMFHKACLDQWTMEESTCPMC
RRDCAVMRFLQCLEELQHLTGGVEEWHSHVLSA                                               
>Cneo_XP_568153                                                                 
MLQYRLLAAIALNTAVYASPAPNHFVLTSPEEVLDRSYDSYPYFSHGQKEIEAITIYDGTGYVQEYSIELPHAAVWTEQG
WLSRWLALGGEGEVVVHLDDPKGAEKAENITLPHRPAAFPSHPSISLPLSGRLLPFSSFLTPSASHSPSELLACIPSSII
PRPPTRPGKSEDVKIALIERGTCDFATKAMAAQDRGAHAVIVGDTKARAGETDAEGRKREGLITMFSPQETDSLYIPAVF
VSRASYLGLRDLLANQTGSKSPGQGLYIDISEGSDEGNALSGLLSFAILMPTLFLLAMIGIHRLRVVRQREADRAPAMVV
LSLPERVWTPDIVWEKDDDSSEGPGSPSPEGGERSLLTDEQEVHDSQRSILNDPTDADASQTHPPPPVDLSIISPPLLPP
LTETNPSFSPILPAHPPLSSSTDNAGPSRNSRKHKRPTRRYFSKDECAICMDAFEKGDIVRILPCGHVFHKEECDEWLMK
WRKLCPTCRADVTLPQVKIKGSTMTPVIGPPMAVDADRTEQTPSSFDTLAAFPNPDFNSNLGGGTLGSGPGTSSSPSRPW
RLPEVWRDVRERLIGWVGPGFGLRRTGVRLGEGEEEGGAGEEEEERERMVAGEESV                        
>Cneo_XP_567131                                                                 
MTAEERLDRKLWNADILAGYSLEERVRREWDRRKLREREQSQSQSQSQAQGQNEEEEGGREDPRPSPQLQHNQDQNQAQA
QDAKKHSESSSSEVGAPADAGQPSFSRKQPTSTGTSTSIAPSTAPLAAPLLSPPIILPSHEHEHELPQPSTTKPKEKVGR
KKNANVVDVGASKAADQQSTGIELTIPTPTPTSTSTSTPTSTSTSTPTPHSKEKEKAQAAQTQILEEKQSLTAEQPPERV
KEKKEKEKSKFSAPELSSSLPKEKRKDKRAIEKKPSQPLQPLRPLFHKIPWGSSPNVDTAGVGVTSSQDKPSGRSTRLGE
SEENVQAAGASFEKRRESEGLQGRRLNEEVQRRKSENDVGFRVGSPREAGKGEKTGLPPNREAALKRRDLQLPAQTPKLQ
SRPAQPQGSTTQYKSALPRLTPPVEQPVQTAKSKADIAPPVPAKAKVAEDKQPKEEKLLQRLSGPLVDIDDPEPRLVPKF
QSQAPSSTSTTQPQYPPITQVGVNQEAKGKKDKRVSRESITALAASSADLLQLLESSAEEDPSNSNSSLKDVNQSRTEEP
ARDMTEGTLGIGTSTTLTPFCAGADAKLETTPSRGPSSLGAMAAATKKKVPPPPPPPVSRSRLHLSKSMGTLRPSEGVER
GKQDGQATGEDGTQNARVPRTPPLPPQLPKRRPPPPPPPRHPAAIARLPPPPPPPQSQAEPRARAPPPPPPLPPRPRPLS
GISYQTISSVSQVSSAGAPAHGQKVDTALQAQRQAQAQEPEEDEEGDLPGSENVSPGLVRRPLGPRPAPPPRPTLPSRLR
LFGNNQTNSGQRMDSRMADVPQSQRLGQEERVGEMDSGSKFVEHIERGGIPPPPPPTLQTRARETLRPTPVSTLTPTPIP
ALRLNNSTTTNGSRPSPVERSHSDFPPLPTQSQLRIHQMNERESDNRWASTVDLRERPLSPATSATPVIGSRGAGDGDES
RISPVETPRREEGEGPGVGLHSQAQGQRGIREYTDLDLFVSRLEGSGREYEGYSQLTTFLGPSKPTAASPEAISTLLPGL
ITIDSRRTTPQGKVKLKLSLLGVRVGKCPICLSQFRGGEKGVLTPTCVHAAHQSCALRWFREDRRCFVCREILKEEE   
>Cneo_XP_567071                                                                 
MSQPQDAPTTPRSPRQPLPPPQQLPPDLELNPPRPRPNLSSMLFLTAFFFFMSGNNHAPTTGGMEIGPDGEVRLRMSELE
YVRGLRDEWRGWLNGTEGNYTEPAIPDILPSSIAPPAFSHDPLHHNHRFYTNITGFYRHAAVHPLSLSEPYTTSQPLDSL
AAFWKGSQLPRLPINQTEGWNETRAEEMRGEWDWARTVRWDMNLKERNVSSSVDPPDDLSHPAQKDGNEYPEWTWVKGAL
TLTSRPAPLSPSSSASTASDKTIVYDFYGLHHIPNGTYNLFALPEGMRPDIRRLPGLWGENRWGGEVGNETRGIVLRELE
KEVKVQEGLFVLGDMRQDDVSETTTCPLLIHLALPPIPSASLSAEIQAYHAEISNPTGLLASMKRPPGYSQLPPGLGGVV
VADGCGWALGVEGGEGLEVDDFWRREVDYSVLTALTQLLLLYLLVNQMELTRTPSTLSKVSIWTIALMAVIDSYVFSLNV
ILGVINVGHGGADGRGGGMGVWVGGFAAFAGAVIFGPRYAVTLHRIQAPEGAAPAPAPSPAAGAPLTTTTAASNGNGNAN
ANANDPEGGNPANGQDVNGGRTRFAGLRPVTEGLREMASAQPAFKCTCLSPPYLRKTPFSFFSSANPHPYPFTPTIGILS
ALLFLLIGPFLFTPSIFPIFLTCLYSFWVPQIWRNARRGNGRALGWGFVLGMSGGRLVLPLYAFAYPDNMFFTEPKPWVW
GLVAWQVLQVGMLYAQESFGPAFFLPKSMAPPESYNYHPIISPPDPENPSPYDGETTCSICYEEVDLYPRSGALSLATHV
HSRSNSLDKKSSSSLSPVIISSKDRISREKESEREGLLGGLGGLDRRNYAIAPCGHVFHTSCLAQWMSIKTICPLCKRSL
PPM                                                                             
>Cneo_XP_566737                                                                 
MQAASPAPGPRATPPVLSPPPAALPLPLSIPHTLCQLPSPGSPLGPAPAPPADAFTPSSASSPGRRSVYDDLQHYNPVPP
FVDHTEDEMLREDYNRLRARRTSSNLSSSPAATNSPSSLSMQRRSLGDSGQRLPPDFVPSPVPPHLNPVPPYLDYIEDEM
LRDDHVRVRSSARGSSIGPFPSEHVPPAFPTNNIGPSHASSPSPSSASIISPSSRHQLAGSEEPNDRWSRDRLADLRRAM
LASQSHDNRPSPWVQAWGRAPDEPLNAEVNDRYWDAEYPAEYIERPSQRSSSSSLRPSPATTHMGGRGRQALNRDINETV
GRRLGSLRPIQMANPSFPLETSTNTLRRREVPHGPQEGRAAAPPPAEGNLWGELERDSRSSSSFSESAPPSADGDSGTTT
PTQESVFRAYGSSNHGEDEDGDFDENDEDDDEDYDDENENGDSEMLNPDIMREVYNLLTARPVPPMAMFSGPGMAEPIEL
IHAHVHSHVSSFGRVFRQRPPRQSLEELRLSPQMDDNTVQKTLMSAVKGLKYLSDGKKRRMAMGMLENITWAEFGEREGM
VRDEYCSVCHDEYEDTTEISITPCKHMYHKDCLSTWLNTPKISSCPMCRRDLALLAAFANMTSSKTVNEAIPYWYRV   
>Cneo_XP_571759                                                                 
MGSSQSQPSPNDRPNGNDGRPASRRTSSNPLRSFRRLSNIGRHATDTSSSQPVSDVGEEQKNNVEVEMERTGSGSGGKRM
RQASTVGDTRLSGIERKKPRMGERQESGPSSSRTWADREDEPMPSVSTSRTSWSTQPYPQSTSTPGQSATLSPTLSSDDS
LSEERFQTLSTIRDTLGPEWPPADSPAAPVVERFLRRHSSQNVVGPTSSTLGTGVGVTAAGVGGSTPGNHTVAEARINLQ
RAMSQARNLADRITSMSARLNAGLLASSSRDFHDPLISQPQPQSLSQHQLPPSTGAADEEVPSSAMEDLAARLREAREEL
AETERQLNETRERFESTTERRRVPTGAVLIVQGLAQTHTFPDMEEAQNRDVNERERAQRNEEDVGFHTTLERDSEDRTSS
VRPRRASESRVGERVEAPSEDGEGVTLQQQANMISGLLTVAAAATATTLLAPGGNRPSLASAVQPQRPSPSSTLESMLSR
LRPNRPRQQTDQTVEASLGNYLRNVLRDNRVEGFTSPNTTLGTTEISSTAASSPADPPPPSQDPAADAAEEAISSEFQTF
LEGLQEELVDAVRAFAGPLPEADEEASARDGEDVVRSMADASLDPSTSRADNISVSAGATSTQLTAVENPTSTSNSIPTF
HSQLGQNLPGVRREVPSVTGGRDGVPRRLNFFRVHTFPAISPITGRRIEGRQVSEGGQNNGNEIQTEDDIARTASPQETA
EQQTPTIGNNQSRAQPHTRAQTQDDEPLIPCIFIGVRSIRHDPAMTTDDLVSHPQFPFVNGEVPPRPPTSEGEGEGTEEN
AGEEDSQEREGILRDHDQSHEEEQPATISTRQGRAASSPPERDRRSLRERFLSHLRRTTSPASPRTPPSGPLNTYLVYVI
GGNYPRSHPVLRMPSLIHGGAMTDEELQFVGDLLGSASNQTVEKEKLDNSGLQVIKGKEMEDKGETGEVIDSCVEQCLVC



LSGYDPEEDCRILGCRHAFHKDCVDQWLTTGKNSCPACRTEAVDSKPSWTEENTATAAAGMDDVD               
>Ccin_CC1G_00266                                                                
MDRLIQPRRVPVEVQEQIKSAVRNLPKLGKHDVEEDEICAICLTPFSAILAEADAANGVEAPPSQPVPGSYIEDEEGECL
EGITKVDVCGHRFCRRDLSEWIKGFHGSCPTCRQPFLDIRFPSETDDESSDGGEYVPTEDFEDEDDTFEFTDGFSEVDTP
DVDIVLEDYLQHQTTGADDDAVSISNLTEQGTELGSDAWVPGQDEVSETSPEEDDDFPGYEGDLGSQASEPDFTEVDLYP
PTLYTMPLDSDDELDGDYVPMDEDSDSDISEPSFYFTDRESEGMSSEPDDLSIEEIYSGVRFEETDGHVSVHDMEDDMDL
PDHEKRLSPADSSAGMPSSSRK*                                                         
>Ccin_CC1G_00271                                                                
MSAQQRLLFDLFSSTPVIMPGRNRFEDRVAALLKDLPRLTEAEVVAAGERDGSCSVCYVPYLAILAEEETASAMDTPAQP
LEHHGLTKLSKPWQCGHIFCRKDITKWIKDRNDSCPMCRKSLLDPNVQEEAPSLQLFGGSPELAAFYRQQGFNVDERPVD
GSSRGPTSSFNGFA*                                                                 
>Ccin_CC1G_00427                                                                
MTSVSQGGDSDVQSWHASAELSQNSFILNDGSSETAGAPVEEEDDEDVFVYPGNTTSEPEEVPAPRPQTSHPSPAQLESL
CAAASSGDLPQLKRLFKTATETNNIQPFSLANDASTRTGFTVLHSAASRGHLDIVVWLIENCGAMPDVEDREGEASIRVS
ALNGHIDILKYLLPDRADVHARDADGWTALHNACSKGYLDIVRWLCERGGATAVNEGVSGVDVKSKDGWTPLMNAASKGH
LPVVLYLLNKQSANPLVRNKWGETAYDTAAAVFEVWICEVLQQAEAAQWRRATTPYNPLLVHTTLPIILYENQRLDTRLK
TVATSGGRPKFNVSGLGKQGRRAPFELKLLVPDEEIGSRMVPAWRSGVQLPARESPWVLPRPVTADSAPDSGEKSHFWLS
DWTLDVTHPAVDAEEGWQYAQSFSDPDERWVAEKPMPLQRILNGSGIVAAGLNTASSSSLVASRGHPTWVRRRRWVRIMR
RRLDIPPLPFLEPDGSMYYLDPEGNLIPYTEESRDRGSGGQELELMPPNAMLASARDYVARARYLVGNQINIDSTPSNSV
EVRRAIAKLERATTELRQGIPGDEDTERRVQAEVLLNAYSRELERRRLAASSSGLLISDTNVDESLDDYDDDDDEFVYPG
AEPSRSASRASGSTNDYFSQPGHSRIPADLTPQLAQAPDFRVPTHEAPQKVLTARWTSPPTPHQLHAQWERDEAVQQCRE
CQRRFNFINRRHHCRKCGRIFCDRCSSNRVLLDPSDIVHDPSLPHPPASTSPQRVCQGCYDEMHTDVPTRLYNSSGTALE
RIVVDHERLTVPGRLTRRQSSSQLSDLADCPVCFLSLDDVGGPQEQELHVKNCLEGGGQGPSSQAAKYLVYRLPAESTLL
GVECVICLEEFVKGSTVARLSCFCSFHNACLSSWLQRGKNCPVHAR*                                 
>Ccin_CC1G_00971                                                                
MSTSSGYHIRLVLSPGKDTSSEDQFVPASLFQHLPDHQTLPVEPRNPGPSANTSSDYRLGRVSVDWMDFEQTASSSSSVS
RERQFGRGPRPAEGTFVPVTRHKSGTTNLPEGVVHIFREVENKLPLEELEAKTNALHLDTEPPPEEDGVMLAVLAVPSWM
TPSDFLTFVGPVAEDLAHLRIIRDYAPNRSIALLKFVSAAIASEFAAEYNGKPFNSMEPEICHVVHVLSVVVDVEDPVLQ
AIPSPSASQSSVYELPTCPVCLERMDAAVTGLITVPCSHTFHCMCLSKWGDSRCPVCRYSQTLIASHPSTSSNRSRSVPF
STPSPSMARCMRCMSTTNLWICLICGNVGCGRYGQAHAHAHYQETTHLYALELETQRVWDYAGDGYVHRLIQNKTDGKLV
ELPSASASVGTTARDHNGLGPSQADALTAEKIEAIGIEYSYLLTSQLESQREYYENQASELKEQLVDLKALVARLSLDFE
SERSRAREEEGRRRAEEEEKLSQALKDKAKAEQRADKALELARKFEKELKEEKAVSEGLMKNLVVMKERVEQFDRDKEAY
TKKVKELEDQVRDVMFFLEARTKIEQGEGVEGEAAGGSLEIAVPPETPTTANGKKKKQKKGR*                 
>Ccin_CC1G_00981                                                                
MSEVLLARRPYEPLALDGPGDTFSTLDLHYGGSSSHHQEQRQPTEECAICFDDHQHEEMVALTECNHTFCRPCMVSHVQA
KMSETIYPIFCPLCATDRSIPLDDKTKIDQRILEELHDLFPAKDFEKFEELQLTMISMTVQCPALSNTNSEGGGLCAYDL
SSTWMQNPFLL*                                                                    
>Ccin_CC1G_01003                                                                
MASDDGSDDFEVLGMDDSPQEAPSVSARNDVQQVRPASPLSPALSDLSDLVDEDDFGVIEMASDTQQGSDDASLDAPAAL
ATSGGESPASHSSKADSSTGVVRGLESVDQVCQPMCPLHALLVTQQVLAVRENNKLAPVDTQEQRIRSFLKKEKNFEPLL
SLGRTIVPECGHPISEHVDRPLFKTNLKFPIGLTREESVIKGEVNVERISTVLSDNLVGEYAAVFSFTPKLREDSLHATV
ALVCIKISSAGDEEPSYRYIFLHRGLGSEHEADIEAVTKASTPDGAQFVAELLRQNDSTAFEAHLFGITGPTSTLNAGTP
SASLASQPMEEGSDAKPLSFSQEPPPYSEFANSPTTTQGAVTSDDGTGPPPPIYDQVEEPPQPKRRGTVRTPRGPRKSSG
QDLSWMLSLQSQPLILSSPPPPPPAAEPEAQTSTSSKANEDGSDARVQVFSEDKLQLLFGPPKGTQRDDNASVVQAKDKG
KGKEKEVEELNTSTDSNRSATSRKKYGDFQWQRDLIALSIKPGWEVKPDSPAQQARSRQPRASSSSRPVRKAEAWSPLML
RPELMESATKTPTTPMIDERDDAGSSTSTKGKGKENETTVPSRSSSRAQGDDVASPRASLYRAVRNDFAWQLALASTTLK
PSEDYMREREERKKKIQMELGLVPFDCLVCFETIEWEDGARMTGCEHSFCKDCISGHIQSKLDENLFPVVCPVCLADQDR
QAKGTVEEPLVLDLDLDEKYQDRFIDLQLAQLSIQIDCPGCKQSMMIAREDYLAEPFIVCPLQFCHARFCRACRVTVYGD
TADHACKIDEALDKLMQENGWRYCPGCKTPIQKASGCNHMTCGTPGCSVHFCYTCGESIWDTNSPDSLATCLSQHYSNCA
QFDPEPREVPAEVNAAGGAAHRRRRLQAGDRDCLIQ*                                           
>Ccin_CC1G_03044                                                                
MGQSSSRVRPEAPSSRTTQPRHLEHQRQQPAASTSTSIPPSTPDEFGDMETPTEPISTRNSRRSSFRKSVMNLVRATSLK
DKAESLNERRKSWRSSRRWSKSPMEFTPPQPVVEESSNSEAQHTTATPTAQAPTPLSDKGKEPERYPQDIPQDVVDSEHP
EERPSDRPSTPYPAPSGSDHQPSSHQTVTAWLEEQLEAESSPANTANDDDNESNPAQNPPVPEPQPTPVAAQTPTPPVHS
STTAAPTNSTAPNPSPRAFPPPGTLVVVQGIVHTTDVTRNDSAVPFSENITRGVPRTPDAPPGPASISSSRSSSEESSTP
NNSTGVTTPEEAEEYASAPVESVFGERARTPAISPGSIDVLGTLLSVAAAATAASLLTGSAEQPPAASNDSSSNGSTDGE
STTSTDGSNSAPVTATADTYLAGRAERMRQAWSTIRERLGLRPNPPAHPPSSTASLSGASTTTAGLMAANSSSNQVTDTR
ELMLAEMARAFNIGLGLNGTAPGGATPSPTSPNSPSSPGFGVLGTMEPSSTTPPSTDGSSPTTTTTREGTLPPEGSFDRF
LVDLQADLRVALSQSDEEAAAEEEERRRRRELLEQAHETTTTVTYVDGQRGSRTTVTSSGSRSTSPVPSLSPSDSVSETG
EPIREEDVPRRRIGVTLGGVEEDSEDEDDQSTVQQGGSRKDRDGDYDDMPPLQDISDDSSSSDEEEEQEETQEREDASDD
IFARLEALMEQHEEQAAIRAMATVDEEQRNAGPSSSSGNSSAPAETPSTSQEQPADASASSSTQPAGPGSTAPSTTAGGS
GRMDSAGRINWWRLYRFPSITAPRIVGAPSGTAPTSGTGDSTTAPSPTSPPAGALRATPATTPSTTTTTQNSGPTPFLPN



FLPPPPGQTVVPVIVVGLQSVTAAWHDDVPAVTSTVSTGPSPLSTASEDIVAPRRASEDGDRASARSVPREVVEDDDDYG
FGSGFGGGYINSSPTTTTNNNTTSTSPPRTTPAVDPRPAWARSPRYRDLYSHHGYEYTNEEIENDPYGYPPINFDDDDDE
DENDEEDEAYFDAQRRSSSRRTRRQAVRNSTDGGVRSPASSPTSTGASAGAAPGGGAASRRASLAGSAASHVHGAPPSGA
RTFLIYVIGGYYPPDHAIVTGGLENFESFEALLELAEMLGHARAPTVTKEDIEKAGLEIIKPWQLSQYEDEGRVAYNCIE
RCLICLDDYDHEDDIRIMNCRHAFHKDCVDKWLQTGKNNCPACRSTGVKTESATASA*                      
>Ccin_CC1G_06554                                                                
MSSREPLWYCHECNAEMRPLMVPDPVCASCRGSFVEKIENPEDDPRQFAHDVPHDHGGHDHEMGALDLLFSIQSLLDRGI
NPNPPGSPPRPRPDGSPSNRRLSFQFASRNGTTSVSIGGPPTLGPLGTPPRRESGNAVPTMSGFLRGQPGTERTEGPRTI
TPQMMAQYLLALLESRDPMAALGIMGPMTGIPSGRMGDYVFNQEALDEIITQLMEQSNAHRPVPATEEIINNLPREVLIL
GSALLSEDCAVCKEQFKVETEDPEEQIVVKLPCKHPFHQPCIIPWLKSSGTCPVCRYALVPQPNQPTSPRPSAFPTGASG
SSSSPGLNSSQSSPSSRDAPSPSPSQESPRPGGGGFLQNLFSHLTGPLSSGSSPSAGSSGTSSPRMSFDGSPRHHRRTSS
DMNSSPRGPDNRRRGHDNLPGGWEDDLD*                                                   
>Ccin_CC1G_06845                                                                
MLAIAVAVVCCLAQSVLAYIPALPTNSTDEAIEAGLNVTELSKLRMQWNSNGANGIGWYVENVSYQLAGNGSTGISKGAL
VHFSEERANNMTPPTNTPWIALVSCDRNATDMSMDEDIFTMARDRGAVAALLYSLYSLACVINTEYANPSTFDQVFDIFS
TQSRTSAHLIEYQFGQLGLPQNRSLFDYNSTMLNNSYDDITKSIEKGYPVSQGYLLAQLQAHNATDSITEASPGTDPAPS
ASSGNTRPDSALAMIVLYAITGCVSALFCIVVISGAIRAIRHPERYGPRARGFGGEGGGQSRARGLTRAILDTFPIVKFG
SNVSAAAPPAKDIESTPNGAPATIPLEAVTPRPDKPRPQVSFAQDLNKTDKPPPATEIKVDGEVQDSPGSSPVVDSHPAE
APVIRRPSKASKASNAERDEHNVVPDAIGRETCPICIVDFEEGDDVRVLPCEGKHCFHQSCVDPWLLELSSSCPICRHDF
FALENMISGRSDDGGHENYDPPQDYEPHHNHHHPHLNRFSRYIRFAVGRRRRRHDEPDPTDPYMPQAPVTTLY*      
>Ccin_CC1G_07202                                                                
MVLGLLWLFCAYTRFTALVTTAHPVDFPDDKVVAKSERQWFWGWAWGTESTVSIIDRTPPISFTSRPAAFGAEITDPILG
YVIPLSAFTEPCAKNKTVTEGLPDNSGCPTLCLKGDVKPDDTWIALVQRGKCEFVKKVREAQRFGARAVVVGGEDPEKTG
YPDTLVNMYSPEDASDVKIPATYIKFSDYMQLYTLISTSNTTHSGFRTLSLYITAEYSAWEWYSPIITFIIILLLPSTLT
FITLLIHRIRAARAAQRDRAPENVVRNLPWRVWTGTGWEKHEGGEDPDSVPSIVDLEEGNATAKGDDDQNASTSHPVTPP
TEQPDTTPQPWFESQQECAICLSEFVKGDKVRVLPCHHIFHMSEVDEWLIQRKKLCPVCKADVTQPRPPPSLPPSEREPV
EAQSSPEASTSRSPTPTERTPLLRRDS*                                                    
>Ccin_CC1G_07331                                                                
MEAPIVDDAPSRTTILGSFLRGRPRNSSIHINTEQQQPREVSPSPPQPPSPNPRRRGPIVPGLMHQQPSNSGSNGGLGFS
NMLRRRRSAGNVAAQPAQPPVPIPMANSTTAPPATAANTNNPAGSSSNAVSTPNNNPSHRIRLVPHLDNRRNLRFEAITR
ELREGDPALRIGRFTDRSGLGLAAVNAMNSNKLAFKSKVVSRAHAEIWAEAGGKFYIKDTKSSSGTFLNHVRLSPANSES
KPFQIKDGDILQLGVDYQGGAEDIYKSVKIRIELGREWQTTANAFNTSAVKSLKAIAGPLAQANNLKGGKPAKTQLGDCC
ICLFPVTIRQSLFITPCSHTFHYKCIRPLLELHHPCFSCPLCRTFADLEEDVEVDMDVDIDDDPAASDEGEAAPAAAEAE
AGGGEGEPPAANPDALAAPPRETGAETEVEGDAGPSLLRPRRNNNENQNPSARNTVFGRGSPFTDDPVEEDGVLVEHEAS
PEPGTSRAMDVDGEMGGVVSMDEVDATVGGKRKR*                                             
>Ccin_CC1G_07995                                                                
MDYDLFAQRLQEIARTDPSIAANNTTNDASNNNGDETTMPDQVIATDNQSPAAGPSTSTAVQDVVMDDVNNSSQDEDEEM
PALQSISDSDSDVENDVREVEMHTLVDDPPLPEITPAGSVPAPTPTTSVPRPNRRARVEDDEDDERDRRHPSERISTPLA
SNGQSTASSSSAVSRNSSTPPSNANPRPQTHTHPLPFPFNLFTPPPPPPSQPRTQPTPAAEATEAPRPPPAQPQLPPFLS
GGIAISIDIGGDQPPVFNATPFNPGGNPDTGADGPQNFADFFTNPGFLNDLFGIEPDVDDPERAERLINGLEEVPIGLVK
RLERVGGMTGANGTELSGGDSGCAVCWEKLLDPELLEAYEKQLQNGEKDNKVELPKIVSLPCAHVFHAECLRPWFSRPKQ
TTCPTCRFNIDPENLTFVPYRQRRRAQQERAQREAQASATNSTPAPASTTSSGAAGPSATPAPSASTSTSEASQEARGRM
GPPPVPNTNTNPQPSRRPSSEPPTNRRPRPATGFGPEVVQSFAVPGGHVVIVNHPIGIITDAQGRPTGGELYLQRPYFVT
RSPAIIINFGNADQGRHVGSGQRTQANTGANGQEGATSPPAAAAAGSSANAGTSDASASTATPQPASPPVFGPPPPPSTT
TPPNATRRTTMPGGGNLPPGVVAFDLHLPFPLPFMQPPQQPANNNNAANTTSNAANPSPPLHPLLPLPLPNRKLEADSLL
PRLSGSPAWDSPGSTLPIVSLLNL*                                                       
>Ccin_CC1G_08987                                                                
MELDLEVTPPLSPTSIAESKRQQRESIWQSADIDTKEILRQLVLSNPWPELVAYDGPSCSCNASPHESNAGEGGQPSCAL
ISMFCARTILDLEKQVRAREYRRESRSLEDEASGLLDDILAERTVQRIVSIGQHLKGALRMGPSELLDVPLFEQVFLSSN
RIERFTSYENILSVLDVCDHSQLCKDNARRIASTVISVLDVCDHSQLCKDNARRIASTVITQFSQSVVCVKLSLPSLDQD
LFIVFDPHRRSDRPNGPSFMLSTSRITTATFLNCLLDSPAPHDVTGLDNPPTHHAADYFMAHLLSAKDSYHRISTFQNEQ
MLRESFLCTHEEALSSSIDYVNLWNHLLTPDVGPSSTGRASYSGSSPVSTSSSSNSSSNSETPNTHPLPPLPLSPPSRGP
RVSEPWQSLLDQMKLISQSPSSDIGIKFSFECAVCFDTFSITSGIQLSGCDHRFCKECLRGHVQSFLDNGRYPIECPVCL
LDRGISDPGNVTYFVLDRLHLPRECSDKFQELQILQHSVKIECPKCFNSNWVSRKDYLLAKTLNCPLSDCLNKWCKFCSK
ALSGSKGKHSCKGDGFEKLMKKKGWRYCPGCTMPVLKDSGCNHMACVAPGCHTHFCYKCGKHIVTSATGRNVGEEVTLHY
NNGCRQFERKWKCTIQ*                                                               
>Ccin_CC1G_09243                                                                
MAHEWPDYEAQAKKKAKAKKQKKLDDFIVEDSDEEDYHTKVKKRKNEAGLLFQIEWYRVVLDEAQGIRNRTTRSSRSANE
LKANLRWCLTGTPIINGLTDYYGYLRFLKVRPWYDWDAFNRHIALKEKKSPKLAVTRLQAIIVTCQIRRTKESELDGKRL
IELPPKEITMTPLEFTEEERAIYTMVEARSQATFNRFLRAGTVLKNYHQVLVLLLRLRQICSHPCLIQEDVVAFVHRDEV
DNSKPEVFTELTRARNMISAEFVEEMKKRFKDRAVQRMEAEKQSADAALEDEDCAICFEIMGESAVFTECKHEFCGECIH
AYLDTPIIDAADNRDTHPCPKCREPITKQKIFKRAAFEPTSKELNGESSDDEDSDEDEEEDEDYMDVDEDSSGKGKGRAR



PARTSRRKVSYYEEDDDDDMSDFIVEDDEDEEEKDARRALKRRLGKRRANVILDSDDEMDTPEEKEVLIGRKTKEQLAKE
SVENMSRFLPSTKMKYMMELIEKSFKSRPDEKILVVSQWTACLTLVSDYLAEKGIAHVKYQGDMDRNKRDQAVRVFMSKD
KARVMLMSLKCGGVGLNLTRANNVISLDLAWSRAVESQAWDRVHRLGQTRNVNVQRLVIANTVEDRILALQERKQSLADG
SLGEGTGKKMGRLTVGELANLFGLDIDGNRI*                                                
>Ccin_CC1G_15410                                                                
MFSAFRARRYSGLHAGGSLVAETSRERSRQRDELDLGVLRREPSTSRRSETSSLLGSRDLDAEDRGVFLPRRREEILNAS
RDTEMTDLARLFNSTDEPSSGRRPGESGESGRTGEARSAGTSTSTSTISRRAFNNWDFPDVESDSDSDDSLWRSGVPRPS
MRRGQASLRPSSPQNRNTHVATSNTNPSDRPTSVTIPSVSIPPLHGDLISLRRYLDIQIGDDDASTRLSGEQLRTPVNRN
PPSQAPPARPFLPIPVPSPNLDVEFGDRTGSSTRPGQGQSQSQQDDSTRSSISLNPPQPPSSRPSSSIENFRQAFRERGR
QLSERNISRLLGHGSSGPSGLETPSAARPTNASNAGGSLASPLDLPSPHDPTGARFGFLYRRIGVPSDDPPSTGNPSNPS
RAPDRLSDMFAPGPYQNTFRMLELERRRRMGEGEPSGSSTMSANARRFSTPSALSMPPHRPSPLSTAAPSIPPPPASTSQ
AAPTVPTLMSGMRVATATPHRYDASVTAGLGRAGRNAPPATTQSSDRPVRPLPLNPPSSHAIRPRPLHQHPTTVQRDPWE
RWLYEDSESDTSLDPLFVPRPRNGGPRTRGIDPLSAQAEELRRATRDLAQLHDDLSTLVAPRRRTYDVDGIELRHRPPAA
ANRNTPSASNSTTTTAPRHPGREEFRRRYLEIATLGGSGTEQPPERQTRPTGDAIRRVLHRAQRFGGFRRPLAGFNPGDF
MNDDEFDDSYETLLSLTEELGEVRPRRTPANVIDSFTSASYSELANGESDKRCPICLDDYAPQDPVLKLDRCPHFMHKDC
LKQWLNQATTCPVCREPVMEKKSPFMPPNRAPSASAAGPSTTSTSSSSRPRPDPLSFAMNRPRWPSELGSIRQIVPTRNP
RIPEGSASLGFMPHPSRLSPINIRIGGPSRNNTNNNNNNNNNSSNSSDTNANNSHNPATGPPRGPQRPREDTSMDSDSSS
DFMRF*                                                                          
>Ccin_CC1G_15447                                                                
MLVAGSTSACDVCLEPFGGDSKAPCTITCGHVFCVDCLANINPPLCPLCRKIFDPRFTVKLHLDLDNVRAPPSPNGASAP
NDDDARRLYQAISNIAEAGCSETQVRQLISEGKSFLQKQPKDSFKDLRTLYRMVAYLCEVKTTLRAQNAANEALKREHAQ
LQAEKNELVAKIEQQLRVREQERQAAWATESSLRDHCTKAHEAYETMVQQVSYDLPSPEALD*                 
>Umay_XP_762513                                                                 
MDNSNSSTDRPHSPRPTHDHHNPPPPQPSSPGATQQQPSPSSSSSSPSSSTSIPAQGVTTPVTTLWDSFMSSFLNIIHAN
VNQATPPNQQSTANHAADSTGASGVQTQDTNAAQQPEAPSVTPSSSSQASHTSTSPSQPHTDTTDLPRPPIFFRLPFAAP
DGNPALLAFHPQPLPQREPSSTATLASSPSNHNQNQTHNQSQPPRSPNTSTAPQPSQPDSAQPASRPIDSSSNHLGTSPA
GVHSHPHPDGHVPVAPLFVPFGASPLPFSFIYDPSTQTAWPIAQVTPGSPPGGPSPDAPESQQPRLVAGPPFRIILDIHF
TPAPQPEQPDPQKAANYVKQLERADAELRARMARLGMGSIGGFGDSSPSAAEQDALLGCGICLDNYDTEDRPEWIDGPKT
QDEAVVAVPCQGHHTLHAGCLREWLEKLPPSQWTCPFCRASISPDLTNRAAQDAISPPRSKSAGASAASVPCTTLRDEVR
ARERKQGWRCDAPACLPRYPLTSRSDDGHLELPETSDNMTTDLVKLAPCHHEVHLDCLCTSMRVENHLAGTSDLDTILAD
TDSDESTSDVDNQDISDSAQPQQTARHEQHDTVGKWVTCPTCRKECWAELPLRRRPKRSTPTSQATPLDAAVVLDAADDV
ERVSKSLPSTRSPDYTHGRATQDAQPKHSPLAISETLSEGTTDPEEEATVNAMLVPNAST                    
>Umay_XP_762162                                                                 
MWLRSRFSLKRAMRLNQSRIRNRGWLISANHTQATRDLTFTIPSQAASNHESRITNHESRITNHECRMPNARASQSPDLQ
LNDSVIHDSAFKIVIQLVRSRFRSLRGLLRHFQRCELTRDSLPISLRESFSTLTTTPCAHSAPRTPWHAVSGLKLPHNVA
ELQSNIPLIAATVTMGHAQSRQQHDDGQEPLDDHVVTSSHAASHRASQSNDSHAFHSANREAVSTTSRRKRRRDSASVAS
SSTIAHQPLSQRRRMSPRSDTQSRPATPLVSPDTDPIHLPTQSSHPEMDLDAAEPPIHSLHSAQARMQTAEASSTPTDTH
HVFVAAQSRVDTPSVVQDGETPPPHLDALHDERERARRQILEALASTPRHTPSLTTPVESSDERLGQSTTMPGLDAPSIA
APSAAPSHPLASAAIAALLGAIATVPATDATGLVPATPDSAASLPHLQPPPQPQHPQPARPPTFRTPLQPEIISGTSMVV
QGALVARTLANRPATSDPSSPTDSSQRFGTRRVTREPATTRSPSNATAEARTGADSFPDVPETSSEGDSQRGAVTLEEQA
VMLSRILGIAAAATAASLLNTSEAQHVDPSLLQTSLRRPFERMNQTPSNRTERWLADWQRASSHDPLTSVTSRADPPSSH
ALGNGFRSRLASLSRRSQSASSRPGFHNAQPLSDASTRSAPDDGTVQDPAGRQEIISHLLSAAEREAASQRRTRLRSVDA
PTTRTEAEASDAARASRTQHDTQRSSLSQLVRSTLGSLLHPGRLLPTRSTRSTDTQLPSSSSHRSDWTRSSAASSGLRPA
TRPSSDFSLGPNDVSGTLRQVRNGILPDGVPGSFGSFLNHLVNDLMAAVQLMRPSSEEPLASEIATQTAQTTNYFEHATE
AQASSGAEVLDGETATTRSQPASSQDNSSGDSSAHPDQEDAETQARRQRDFQNGNLSFFRLFRFDPVAPSQLVPCIVVGV
RSLNVTERFGEEIGGARAAGADRDLNGSRQQTSRPTTFGSAEPEEPESTSPRRRQRAHSEGASTLAPSQDGSDQTDGEEL
PASRFMLFVSGGRYPPNHPLLTSNPSTAGRDLMILMDLLSTMQAMQHKPSTVTQREIDASDLLKIKGCQVADQVRDGKIT
ENTAERCLVCLEDWREDDDCRVLACRHAFHTLCVDRWLTSSSNTCPMCRRQGVSKDGRQAGAETADSRRAAQA       
>Umay_XP_761479                                                                 
MGCAICLDEFDQADGESKRATALTCGHIFHLECLQTWFFGSTSLADHRHVSQKRCPLCTQPATPECMVKLYPSDGNDLDT
YLSGQQLWETAPSKSSDATHDHAQSKRLLADLMDFNSALQAYVMAVHGFDSDRTIKAGVQVRRLVVDLTKNRDIQLQETL
FNSLTSLDKAVSCFQTLLNDLEHKCTMNKQLNQQLKAKKQKLDKKLTEAQNTTNTATGKLAEAEARMKSAKESMEMVKTL
EANVKDMMAATQRREEELNRKQHRLEAQMGKMKLETNLKIANMSANTESRLKTMQAEVDEAQSKAADAAKERAATHRKNC
ELADQLKKLQQHLNHRKKLGAQASKPMVGESETTARRLKALEARNKSLEAQLKAAALAAPGHCIVSCSNHCTDDMICFTR
SSSVSSGDNVAASQLDDLDFGSQASNSAALATPQPKRKARSRSVLSVEPERLDDETDRLFPMPGFGVLNVAAPLPPRPNQ
PHSKTSPTTPSSRPFDPQSCTSHSFNFTDPPKHATNENQTSSIGDDYDTSCTKRKRAPLASSANSTNSTTNPNDRYTSKQ
SYGWLNNHKGVVALGPKRRPKT                                                          
>Umay_XP_760195                                                                 
MNPPASGSGDGGEDAASATQRSSSINQMAFCHECGIEIRPLMTPDPTCPRCNGQFVEIIDENSAADGMSFALETDEDDEI
PLPGHFASLSSVQGGGLLNHLLTAMATGRAAQRSPHTPGSSDSNPRTATAADSPGRNQSPYTTTRSGTTSFGPFGLQWNV
QYGSGGGDPYQRAAEQQAEQDQRQQQNSNLQSPPTLSNFLRFAFGGADSTDDPATRPDTYFHEDGMGGAGGVADGRHFNH
DNRGTFHQPDRSNDPSSRDSGTNAGSPNNDLPPELSALRNLFTSLFGEPGAQGGSLLDVLAAGAQGGGPRGQWGDYVLGQ



QGLDDIISQLMEQTQGSTAPPPATEDVIEKLERFTLEDKQRIQKARNQDCPTCKDDFLPSSEANKQDGSGEKGEDADEQQ
QDLISMPCGHIFHVDCLVPWLRMHGTCPVCRISIVKPTEGQEEQSSSNTTTQQPQGSSGGNTSDASAARATAIPGGWPSP
PNPFASSFNHNMHQGVQVPRDSPEVSTMTIHPQPATSTTVTSTTYPAHVIGTPSTTGATGPAGIVINSIMSSPPIVSDRE
EFFAEPPSMDESQQQAHSGIREDMRETLRRAAEDRARNAGAQADGSTGGAGQRQRQRQRQPWLEPDELD           
>Umay_XP_760140                                                                 
MAVVDVGFSGYFWLAIKSFAARVICLLSDSGLRSAVSDRMPTKSRKSAPSKFAFFLDQQETFSLHISIFEPLGAVGVAPF
QTDNRISLHRVFDRLPDTALQGGHGRATRSQRNFLSTDKSTKSFGSPIDIRFGPLRIDWAERAQDKEMSQASQYRNASSS
STSVGPATVTASASELTKASRRRNVFHAKQPQVALPVASFEKTDSFQGDVSGSKEAESRLASCTEMFQGMTIGATEVAFG
IVHLFRDKQDATSNATPTRRAASTTGQTALENQIPEQDIGAVVAVLAVPAYLTASHFLSYIEPAVEAITHLRMLRDMHPN
RCMVLIRFRDAKDAEDFHKMYNGQPFNAMDPQEICQVVYITSLTVSKHSSLPFSYPTLTNSDPWPLRPPANAVNQPAYEL
PTCPVCLERMDSSVTGLMTISCQHTFHCSCLSKWGESRCPVCRYSQTGQPSMHQRRRTPRSSMDPSTPVRQANQVGGSDA
DESDAESDLDEPSCCAVCETQQDLWVCLVCASVGCGRYKHGHAHRHFSETGHLYSLELETQRVWDYAGDGYVHRLIQNKA
DGKLVELPSASSATATPEHSSTLPASASYASAMSMSGTKHSGPPAIHSRGDNTRPPYDAQERRRQQQQQQRDQNYAIRDQ
DSCRSADDQLEAIGMEYSYLLTSQLESQRHFYEDKLDQFQAQLASLTGDLEMLSRKSQLIDELSARTAELERTNEQLRRD
KDKSDKKADKAIELARTLERDLHSERSMNKGLMDRLEKTKESEVGLKAQVTDLQEQVSDLMFFVQARDKLDQEGSEAQGG
DVEKLDSTFGNAFVISGRNARCGTGGSSTHPPITSLKLESKLIWPVLEKKTLRVMQHGGGKSTKHNPQSTKHEAIVNLCN
VLYSYHLPARQTKPREYYIMSLNKTFTLNDGNKIPLIGLGTWLSKPGEVENAVEIAVKAGYRHLDLAKIYQNQDEVGAAL
KKVIPSVVKREELFITSKLWNTSHQPDKVEAAYNETLKELGLDYLDLYLIHWPVAFQPGSDLVPKTEDGKFTALDLETSL
VDTWKALIALQKAGKVKSIGVSNFTIAHLDAIINATGVVPAVNQIEAHPLLPQDDLVAYAQQKNIHLTAYSPLGNNLTGK
TKIVDYPQVSEVAKKYNADPAQVLIAWGVKRGYSVIPKSVTETRIKSNFEQLELKDDDYETVTSLYKQLGKVRFNVPFTY
SPQWDINVFGEDAEKEAKNEVKTE                                                        
>Umay_XP_760109                                                                 
MDLLAVVDGFASTSPDPRALPAASDHPPSLPHRPDKGKARACDDSDDDSQKLQFSLAESSRSAHSRPAWSSSTSHHPAAT
SADPSHRNAKGKSRLIPSDSETNYWIASPISQMDDRATASSSTSHSRYERPSLITADSQCAPYEELSLKRSIREMASSPS
SSPRHQSHLLPAEDASGSSSALGSPNNSFDVSLNPAMQSSSHSGYALPSTANKKRRSFRRHNSDHQSLAHGSEPPAASSS
TVVMPRIHTPVQVEPHAHRTSLLVNSSTRDIHPLAPGAALCLSPEPLDSAARSDHSRADLSHRRTAFLDSARAQRSSSLI
RRRRAFYIRDNDLLRNDPPQHSQALVDRPSSSTSDTFMAEFTRAVDLRLSSRAESTHDSRLSPNAANALRTEHLHSSRDQ
ALQPTAPQLPYVRTASPLTLSFAADEANGLGHNAPRPLASQNLRRRIPAPFSDRSLSSLEFSASTALSRSIALSWSTLPC
PHLSQSPSTYLSERSPDASPTAQASSHRYPSSHREDAGRTTETRRHEPPLAAATMAPERPESWRQPFRLRVSAQTREHAA
VDDFGAVQRPFGLRGSRSSRSIFRTRVEADSRPDSNTTNQAESLRNNSSRADARRSEEAHNQPHISASLRSQFALRMASE
LAEPNVSTAQARFDPFGASPRLDARQTSGFESARGRLSSSLSRERYENESALEYLGRLMTHDTMLDEGVDGDVRDPLLRM
AFESEASHSHALPRLFEPTPASSSNTFGHPPHLSLDARNFIADEDWAELNSYEGLTQLSERLGAAEICVPQSLIDTLPTC
EYGKWDGGSCRQRDASCASPLLVERAWTARDTMCPICREDYLDSDMLMSINKCCHAFHADCIRTWFKTAKTCPLCRADAF
DQISLGLPALTFESSSTLAFDVEHRWVQ                                                    
>Umay_XP_759491                                                                 
MQFGRNVRLALWLVLLALTVSVRASFFSTLVFGKDTLAPVRAALRQTQQLRSEVFGWYSHNSTQQANLTVTPEPSHLYKL
LPAVYSGRSLTDPDGSYYSDIEGYYKGDWTGWDYSTTANRSLALDSRLNHSAAHELSKERLGGLAQYVAGVQEAKLKRDR
GDFEWITEEAGHVDVHLKEEHLLNGNVSLVTGSLSFAASKSSQSRVDAVSFSLEGLHFVRTGSVFLHAVANEADERTDVR
TTLSMIPWGNNETLNATVAAIDKAFQLRIDMLQRIIDSGSYDAGDITQDQVGKQHNCSLHVYAQLESAGPHSQLQHLIDT
LQDESTYPTGISTISPPALRLSLLAFSPDCHLLLSSTSLTGLLQTTLWRKAVHYAIIYFVILLLQARLLVQQMQATTTPS
TLNKLSAHTWLAQWVLDAFACLIHLSVAVVLENETTMVLIACSFMSGMCYLAFGYRYMITIYRTQVEARTAAAATTPLVR
AAEDAPNGATDRNAVSPPTEVNAATLTTATLTAEIRARRRGLAILAVGVFVVMMGLFPELTGSLMLSLLYSFWIPQIYRN
VQHGTRRAILKRCVVGTTLTRLFLPLYVLVCPNNVLFSEPSMWGWVLCAYVVMQAVVLIGQDLFGAHWFLRQQWVPQGAP
KRWQYHPPLKNANELEAGVDDEAYGDCAICLTSIESRSAHRPSAASRRANGANGAKWLESLLFSKPGYQRIAGEAQDYEI
DSCDDDARSVDVSMHMYAREKVARADGAAGPALRRTSHTRRRGVARNVRYYVARAMRTALQTALRCKERLNATSTLNRRR
MDVMLAPCQHAFHTQCLEPWMEIKNECPSCRSSLPRV                                           
>Umay_XP_759489                                                                 
MSPQPINNTNLSTSTRSTTPSSPPSHPRIAIAFHTRLGRRPKTSSHAHQASFSASTSNLFASSAATTSSSLSNPIRSSSS
SQLQLHLHLHNSTPSSDDTNLAHPSRISPASRVTSPALDTIPHLSNMSTTNTTGAAASGSAIGRMFRRYSQNGNSRAESQ
RPSTRERDSFNMPRNTSSPALDRDTNSPVRVSLSTNNPSAPSPSIARSASHTANLSTPLSTDTPAAIVASRTLPHISSAS
SATSPVSYPSVTAATTSASLLQDANSSSRNVQTLPDASYTDPAATATASAASGTPSTTRPLNAMHRIRLVPHLEATRSLH
FEPIERDLKEGESAVKVGRFTDRQPSHRDPVLAALTGVVNQATMSGDVGSSAAPLQSSRGQPGARGGAIPISGSHGGGGR
IDSSRIAFKSKVVSRGHAEIWCEPGGKFFIRDTKSSSGTFLNHIRLSGPNLESKPFAIKDGDVVQLGVDYQGGTEEIYRC
VKMRVELNRGWQREANQYNVNAFRQLRALQGNPLSPPNDDKPSGASAALPTNRQSVSVTDCCICLFSVTVCQALFIAPCS
HVFHYKCIRPLLNLHHPGFSCPLCRTFADLDADVEEDEAWQEALEQEAAAAEARLAQGKQPLEVGTPAVELDAPIAAALP
PTLTTALLNAATTDAPRSSTLVANAAIASRPSLGTSASPLLADLHAGHAGHAAPPRGTAALSRRKNDWARPDTAVGSSAG
PLAADETFAAGDAAADTAGLSAELGEMVVTDRLLNEQATTSANPASSLHRTVHGASEMGSPIRRGSGPITISGSDRPVHA
QRAISASSALAGPAALGSPEDGWPSVGAVGGFSPGLDESGTPLNHTFLSTLAEAPHVTATNHPSPSSVRDFSPGRSAPAQ
TLVPAIVPAGTSRLRLGENEVNDIHTAEAVAGRNKRSSGDGGEDVDTAEEEIGGTTGIGGATFGNLSGASHSKGKAKHDG
PSLTFATDVQQQDLVKAGDSSVNLPYKLVGQAPPASAIVSAKSNGSRAYSRGRSRSRTGRDTMQSDSDDQEAAPFQTYEL
PPVPRTGPNLNASAYMSYQQHHNTSAHMQHSSADAGRQAGTGNAHGESAPSPTSPASESKMARFKRRISHAM        
>Umay_XP_759119                                                                 



MSTNAETVTAVPGVPTPTIDDGANATSNANNPRIQQDGPSLTEALTLRRNLLQSLWMGVRQLPRGRRIVLMIRLAVSFAQ
IVAFIPILALPGSHHVSPSHEAGRVCNPDSLFKYLVVHIVRLALDIPVELYLGLSPHRTRRGRRAGPEARAIAERDRPLG
SEYLDMKIGKISTVLGIASLVIFFVGNAIVYSSTECSQKPAEAVPLFWTALASLIVVYVFILEIALLAFLIVCALPLLIM
VMRALGLAHRLPQRELHPETGKIDQKEVDKRVKLVYYTPAEEEQDDAHHDDESTGVEAQEQLDQQGREGNIETVAQNEST
PARPGIGSRQSTQVSVRTVVHPALGRLRRLSRLLIARRRSETSSSRLNHLKSARDSGNASTLSSSTLSAETGAARSAAQS
KLSARQRRGKQLKYPLHPLPAHRATCPICLCDFEEPQLDDEPESEIEPEPLRLLECGHVMHKTCVDQWLTTVSGRCPVCQ
KAVIPQIVDESRVPSTTQGQVADAAGQTLGQQQPTEAEHIAEERDPARIAAAPAIEAHPAEAHCQNSTASTHLAGASGST
TISDAGPQESHELQRLPSGV                                                            
>Umay_XP_758788                                                                 
MADDHAVTSGSTSADHSPSAAVSQDAQVSGLNSMVSTSAFESAYRPQARFSFPAAAQPEIVRAYQKDTYYKDLFTSQVSD
VVRSLFGTRVQHSHVSSISLVGALGYYLLSTSSIPGMGDGRGGQTLGEEYVNAIPKDVRTHRIVSLPKRLAWILLHVLGP
YSLTKLYALLRRYSVTTKEKLDTAEARARARARALDKPFDPSAHNGAHRRLVNWLSKTLPPLETLQSQDGWLAYLSAAHL
MLFYLGGKFYSAAQRLTGVTYISTYPKRQGYQPPSYEVLGVLLGIQLSVKLLLELRAYRRSSKAQAATAATAATAEDRDG
SAEKASNAAMDPSTTVVIDRTVFSHTSQPARRLDDTQQHASNSHGADNKVVDLLYAHLPDDATDRNDSDSVAIAKLNTTA
AATNAQSTLQCTLCMDQRTPHRGTSAVTECGHCFDWSCITAWIAEKPECPLCRQPLQLHRILPIYNF             
>Umay_XP_758672                                                                 
MQLLSRVATDPILTTSTTVNYPHPHLCTRKTSAGIQCSSTFRGALALIWPIAPRHFLNMESEALLKECRQRQEDEIVALE
SIFAASEDTKYEAISQTPVEIRVKLIQSKPEPVLEFHLPVTLPRPTSIVVETYAHDLKETPAQASSSRKPYQSLDIEKAL
PSRNLQHLYLSSRQSNGRSCNRMQEHKLGHLNATATAFLPGRASTSELADHRHSQQTANSQKLRTTEVAVDALVRPFLSS
TKSCNEASENSYVSTSRLLSTKKLPALVHLSPISLRVRLPLTYPVEHSPIVESLTASWLPCTLGQQCRSHSWILQKLDEQ
YQQMSGMEVLYIWATFLSESLWISLLEEAPPADDAPAFLQPANTVSESGHAGLRFEERLSAPEAEPLLADQLVAYSRLCS
RINFDVSSFDCVICLETRKGRACTRLTGCGHIFCSECLAGYLSSLVDDGFHRQAKRCPDPECVMLWSRREKDNLVDQEGN
LITPAKARFKQTVANAPQGQSETGSTDDKQVVGLVTRTELESILGAARLGKLDALTVKAKMEADPSVCYCPRSGCQAAVV
RLSSDENSGHWERFRECLCCGFAFCAWCSRSWHGPTACPVSFQSELIRRYLSLSASSPDRALMEQKFGRKTLETMVRKYE
EEQQTQQWLSHFTTPCPTCAIAIEKSYGCNHMTCKSCQTHYCYLCGKPISSQNPYQHFNTPGYECYHRLFDGLLGDQAPQ
DHQQLQQDDADARRDRDGGADARPRFALLLDQNGIPLHLEPEDHHMDLLAWQQLG                         
>Umay_XP_758307                                                                 
MPEASDAGPSSDALPPQQTSSLSSSAMPRRRSSGTRAGRSRPIRPRATSSFSQRSDTSNISSGIQQLSWITGDCFDYVDD
DARISAFLHCPICLGPFLEPYASAVCSHTFCKQCITTALSKQQQLEQEGDMSAVISMKRCPTCRTSVELDDFQPTALLIK
NMVDTLRVRCPNKDKGCQHECERHLLRGHVASECAFEYVDQNLIEGKRCGCSAKVMRKDWASHGLSCPKRKVTCATCDME
LCFDELQAHSETCSPEPAVCEFCHIQSTKSRLALHVTDDCLEAPILCPHAEFGCAWLGPRHRLSRSADTACKSSEKTHLE
DECRFEPLKEFFVIFSHHIAKLKDENTALKARIDEVQSRQYGQARRIDDCVHSLGSWYRSAGELRQGTAMEERARGSQLG
VDGEWDEFPLDAQNWERSLSQQSFGTRQARTQSASAVSSMDLAMWARRQYSDLSTELLGQARSSLQTPGVARSSMAVGMD
DGVNSRYLAPPAARSMPTTSGMDTGRASHTPSPTRERLRFMGIAETSFNTRRSAATTSASFLTPVETTSTAASISPLGYD
FPSALVPDVDAIDRTNLDAAISSLTANIAGLSSGLSSLDKRTEEGHIAAVKAGFDAGRVTEEVASLRHGLHAVRMQIHQI
LMTQQRHVLFASPTGTMANLTTGVGGATASGANETLAGPSHLVGGGLPMLTPPLLRRWAGLEHTKL              
>Umay_XP_758247                                                                 
MTIPDPANIIHNDAGTASPHHIWADVGDSTSSSQHEATRSRSDDANGGASASMHAPQHVKANRAAQPTYDSSDLPSFGLS
ARLTRDSSSFGSKPSSSASDSRRPKFAPYEAENLWATSSTTSHPSKASQSTLSPNASVFKPSRSLQPNHFEPHAVANVHD
FDDPLNSAYSSDTVSPRPDHAPLDHEQPQQPSALDPVAVSKVEEQRGDHSIPHQNGLVSAQAQTASDAVSTSKYTTEAAD
QEEDQDDFVYPGADSPSSGQAAVQDEQQAVTDSQTTKSLTKQESDPEASSTSLSAPAEAEHIVVGSAAEQSLTSSAPAET
AVHIDYDTLAQLCSRGPLSDLQSFFHTAQESGLSMFSLSNDPNPGNGLVPLHFAAKDGKTDIVRWLITQAGAIVEMEDRE
GETALHKAAMAGKLSVASLLLSHGADANAQDADGWTALHNACSRGYLDLVRLLVDRGHAQIDVQGGRGAWTPLMNAASKG
HLPVVRHLTAKYHADPFVRNAAGETAFDVAAATFEVYICEILERYEAERWNASKFTTSSPSRSGAIVPGRGPYEPLALHT
TIPVILHENQRLDTRLQTLALNGGKPRWSSSSAARAHKPDRRSPSSMPPGPLAPSRTRHVPMRQDDVGLPTRSLPYKLRL
RSRVGPAAARRRAAALAAQHTPNPQDCHDDDLASTPTPESVLQARRGTSSVNGASAQHADAESSHFWLCEWQLDTTHPLV
DVEHGWQYAQSFDALDDKWSSQPPPPLERLLEGRGLSASVTRAITGGAGFANAQAEQEISSSSWLARGATGAGAEHLVLS
SESQSNGDGSHGLSTAAIMAAQEAAKSECSQLGPDADYVSRAKALAGPSAASGATPADAMGADRDELARRIARLVMANTE
LRAAFEDDDVERRSRAEELRKEYALQLGQLREAAGLDEDEDEDAADDDDDEFIYPNSYKDDGASVFTRLVNGETSGTLSR
PSLSQRQSSAASMLRNSVAPSEAGTSLAAARSADLAANREFRVPTNEAPNKVVLRHGPTMREQNLQPQWQRDEEAKDCIG
CGRHFTFFLRKHHCRRCGRIFCDACSSKRAQLRMAELVVDPSLPSMAASEVLAPTRVCNGCHAELQLPPQLQNMRGADAM
MAASRSRGADEVSGRSILETQLEDGAFRSTLAPPSDVSSRASELTECPVCSTTLSALGGSEEQEAHVRNCLENGGGGSMQ
GGRYLVYKLPEDSPIVGKECSICMEDFVANSTIARLPCLCYFHRGCIDSWFKRGRECPVHARDW                
>Umay_XP_757391                                                                 
MARRMERPCRPALSLQRVAAVSLVALAATFPTVQARGIGERTVSSPVQTSPRPLSGINPTISVADAMQRTQRPWLAVAKD
RIFDTVSRFLYHALPDPRYFSYDIDQFDKYQLPSSDAAALDSDGILDGPGLNWGGSTLEVVRSQAIFLTRSAFFGPHITD
EAGLKGFLLPISDFYRVPKGASFSTSDASRNPMHACPYQGGPGSQRDVFLDKYQDKDDRRLYSSFGSASSKQVSFTWTHD
SDDSFDASLKPPQNWIALVERGGGCGFADKVRVAQELGAVAVVVGDAPSPDWHGGHSGDPNEEGDPGLSDKRLITMFSPG
DTSDIRIPSTFVTRPSYLDLRRLIEETEKDQEDWEKQHPSQHDDSRPAMRKGLEIVIGKDDMVWEWPLIDFGILLLLLPS
FMTVITIIVHRIRMVRQRRKERAPEPVVLGLPCLIWRGNGQPWEKVEGPDVDPGPGNGNASTPSATKSFASDDLEAGQVT
ETIPLLAEDENEAGPSQRAHTSVKVPTFSETSSTRPAKPSSCLPPDRTYFSTDECAICLCDFVDGDRVRVLPCGHIFHRQ
EVDDWLVRVKKLCPICKRDITVPIPPAPPVGVASATTSPAASPVDAVANGVSVGPVTSDIVNDVQPGDESIDLSQHLSSD



DDYQQSHQDGRQV                                                                   
>Umay_XP_756759                                                                 
MAKGAPKGKSSASSATRKKQANKAAKKVAYERDEDGNLLHPELAEALEKQKQHGLQRGQKKDKSNKDGKGGKKSKAEKKK
QYVPPPKPPQPLPDPLDSMGLASLLPADLVVLLRKASKKDVITRCRALEGLLTWVEDALGKSTSSAASEPNVDTSSLSLE
QKRDALVMMLPSWVHLFPRLALSPTRRLRLLTMQIHILLLEKPQASSNGISSTREELLESPQYIEPILGPWAILCHDTDR
SIERLGRLAWTDTCTWNDKQSADPFVERDSTVQLNLTEYCDTLVAHLRTILLSPSPSFTLSMTSAHAVASGDPSLSRNSS
GYATPSLQVGGIERDAKNRDESNVEEDTPALDKRLVAGALSVLSSILRQKSDAEFEQSLQDIFSSRLVWASLSPHNLAAS
SAPRSETATAITSFGFDSPSVRLRAWTLLRTLFEVTPNVLEQHINTIGMVAMSSVWFERDNAVQRSTLDAILPLLKKHPE
LWLIGEKSNERGKRSKADSSDDDDDNDHDENESENDDENNDSSDTRSDDRDMDAQDPIQESSPKPRSYTSFLQWLQSACG
GAPHLGYSSVVVFISTIPPELLAYDNLDSASDLLTNFFSALYSRPLDFDPVGCRAFFTSFTECVTFMALRMSRAGPSNGK
GNAAFAKELVRVHFGAVWSELVLPKASLLTSLDIGSVEEDTDEAGRAQRIKNIGSTRIVSDLAVQVRRIAASTSELNVAG
PFLAETEVDLVEMTQALCNAQARDAKVLAALERVTSFYAALSPAQSQAADAELRRVAASSIGQAIKLAASGLADIGAQDS
TPSDLKRLRTTLLCDFLCVALRATVSASGALDTSVTQVLTKVSALSIPQLMATRCVAPNSAAAFLAAYLPLCPDEQARAS
IWTETLSSVALLAELRDRVDALSELFLASEAVAKAAFANNAKELQLPQPAPEAGIEDLAIGLVTSLCDSAGAPSELRCRL
REVISNILTKPGSFVDTSCVEAMLSIVCSTIEQLRNTLLERPRSDEDSLLRRRVAATTQDLLHVLDCWIKAQASKADVRR
TLKAPSFTGVLVAVSELVHLYHDCGDPSASPNDWVSKAYPSEVRALAFSVLQHVFEGSSEQELKEMRKQEMASLQDHLLD
IHVPVIRLVNAAGYEASPLPEPLELREMLLKSCRQTTHPALMVFDPLVPHQRTSEKPSATSDSLVDGQGLGIFARVCAAA
LLILDQDRAEAKKLVHLLPYVILLSIFIEDDLLLPGSSKHALDSSVLPEAHRAWLQSSVTAATALISSLSYSVTENWHND
MVMTLQRSSVIDAEKDGIGHVLTAVWKMSSEAHVPSSYLARVFHRLLNAAFSFGTVTEAGADRWLKLGDAVQDRMPAMAS
AIFHAAKPIAGSSPIYERLRNGAAAKLAALGSNTAGDSILHSLRTLVALAPPVDSGLALIPQQRAMMLLKDLQKWYTDEE
NSGDAEEETSTRLAELFVHLLPVVQDVQGSHIDFIFDTLETNLEFCSLAEDDTVAQLYHNLRLLETMCDLASTNANLREY
WKNRSVASVDLVRDQFLSLAGVQSISAPKQACVDVIVELIRETSEAPFKLQETAGALSKLLVQSPSHEVQVISYRLLSGA
IREHVKELVVESAVDRESLATEEGQRKLKLPEALVANVGDNLGTQLNVLVEEGAARRTAFGYFLSWIAVFDHFEGASLWV
KSAFLSEIEKRDLLVESLLPSVFALVGLADESRRGFDPSRFVLEEVFLDQIDAESSLTVLQVLAAHVYLRALIHMPTTVR
SWWIDIKDRQHSMQIASFTTRYVSPIIAKRELSHLREPEALSKLQDEALSIKILSTNEVIATYVVDEHPMEIGVKIPADF
PLHGVEIRDIQRVGITEAKWRSWLLAVQQLITGQNGLIFDALSLFKRNAEVQFQGLDECAICYSIISPMDRSLPTKPCKT
CKNKFHAGCLFKWISTSGASTCPLCRSIL                                                   
>Mver_MVEG_00768                                                                
MTTPTSSSSSSSSSSSPFFSCSTATTPTTSSTSPSSPSELKADITATTPLTDQDCAICLDSILPKKHAKATLACRHEFHL
SCISMAFSMGKEMVCPLCRYLHKDQPFMCLESDAKPRRTLVTSSTTNTSMASPGATTSTSSPARGMNGRNRHNSIHLQQH
LSNLVQHQRHHQRHRRDNSTSSQENTTPPSTPPATSPRGSSVLSSIPFFGGSSTSSAFHGRPVSSQLYNYNSPRDVFPST
SPFSAIPHGHYINMTTWFMLYGVPFSVAILFLAFLLGRAETLWSRVSCLVGSVICYMVCWAMAVACLLSQEDESVAALLL
SPPVQHVTYPQQQIQGFPIEYEVEPETMAMGQGATHPAALSSYEDDVSEEVAWSHSPTFLAPYYPTPSTSPPQERRLSPA
AAFVQIATSSFSGAAATATHLLSFSQRWTTSRYAQDLQNRVMDLAEVLDDYSESFGEW*                     
>Mver_MVEG_01920                                                                
MEEQAQYIENYIHEAEEGKVHLSENQIKQLHNQAEYLHQHAGHEAAHGRMGLIIIVSLVAFQFVLLYWKKHHYRSYQGIT
TIGLWVLPFLLALQSKWHQFAAFWILFSILNSWIIYKATRKPLHHLTPKLVYKWFWIVYQVSYVTGLIGYFMMFLTFMGF
GAQETKEGQDPVTPGLVYWGLTFLCYGIYFGILGRDFVEFCTESMASTLGYYTKEGFPRKHLRLGVCAICGNHVSNAIST
IDAHGQLQAPVVLQPSPNGAPVEPSIKLNCGHEFHEECIRGWCLIGKKDMCPYCKEKVDLRAFKINPWDTTQHLYLNLLD
ALRYMIVWQPVIMGVVQFGFNISGLE*                                                     
>Mver_MVEG_02198                                                                
MPPPCHFFRAGNCRNGDRCHFYHEGFSEFMNQPDTHTTSHFEEDVYTDDEDEDDHDEVLGYSFGHSTPSPITRNTINHDN
KQDVDARTESTSRFSKPCRWYMAGYCLRGDQCWFSHDLSSSHSPDGVSSNFFQDEATSSSASVPRHDDDRKCAICLEVPT
TFGLLASCNHAFCLTCIRTWRSKDIPSSNMDVEDRTNSVTKACPNCRTPSLYIVPSSFFPANQAQKDQIFSAYKQAANKR
PCKYFKQSGTRRWCPFGDDCFFAHLDDNGQPCKVNPLSNPRLRCHRTQLDVMRRNHVILQDLVEFFDEMGLNGAHHHGLP
TNYRFVYGLDDDYEDYLDSDDEWMDEDDEHDVVDLDSDELGYYDDDDDDDDDYEDTDEEGYDEHGLLPSQYRALGLHI* 
>Mver_MVEG_02216                                                                
MPSNINENNGDSNNITSSNPIDNGGRQVVTTIDGNSLSSSQVPAHTFPHNSQLDQQLQEQPTQGLDQPGASAPTPAPEFT
PVALAPSSEHPMAFPSAPPAPQDSPPSDVPSAQIAPTQTASSAVPTDHPNPSRPYWCHECRAEITPMMVPDPMCPNCHSE
FVEEIDPENDPRTFVDSAPAHLTGEGAREESSSQFRGNEPVDLGDLFRLFQAAFTTPQRAAIHQQRDPGQIYTSGTQYTF
TSNPNGTTFTSQSFNPTASERQASQSQGQGQGLGPQWHSPPPFLAGLLNQFGIEVHYTTDLGSLGFGGMGGGLFNMAGNP
GDYVYGQNGIDDIISQMMELQNRQHGPVGATEDIINSIPKHALTDAELEDKLDCSVCKDDFTKEDNLLQLPCKHIFHEDC
IKPWLKVSGTCPTCRFSLMGGNNGSHDANHPGSSGATGATSSAPPSAPLSAPSPSSTGLPGAFPTNPSSSGGNNSADASL
PHHEPLD*                                                                        
>Mver_MVEG_02661                                                                
METETTSTTAPRRPHEYWCHQCAVEITPMMVPHPLCPICHSEFVELIEVDNDPRAFMGGEHDHDHEHEHEHEHGHDHDSE
GSEQITLEDLFRLFQVIGNPRVLQRQQQQEQRQQPQLHLPGEFPTGGSPIAFNSGLFNTQPQPTSQTHEDESQDPPDAPA
EGLTQRNDALSPFLAGLLDHLGFELHYSADPANGPPAMGGLGGLGGLFNMVGNPGDYVFGQGGLDDVITHLMELQNRQSG
PVGASDEAIESIPHHTLTDEELAASTECSVCKDEFVKEDTCLQLPCKHIFHDECIKPWLKTSATCPTCRFSLLSENDPPS
QEESSQSS*                                                                       
>Mver_MVEG_02765                                                                
MSQLSIRSLRTHPHPHKNTPTPSPFLRRRSSSTSLLFFFVLVLILSTHIHRADASLFGNDRAKLNYDRVSVKSMPTSVYD



AEVIAPGTALAAGLIEATGTLPKLGTAGILYDLGYACTSSNYSTLPTPEFYGLPKIALIQRGGPPGEDACTFRVKLQLAI
DQGAVGALIFNIPNDTTLNGATAALSSTEKSPLNIPAVLITYEDGQMLKTYLDQTKDISGTDFYNRVRVNMALDQRIPVV
WEFVLIVVVVLLAISLSISVVLHCRLYALRQRVRMDALARGADVLPNGMIRMRKVTIDKTILDSLPVRIYGQGPTDTTTT
PQVTPSTPEVAGVQEATELQEATEATEATEATEATEATEATEATEATEATEATEATEATEATEATEATGATESTGTTGTD
MPVHRVPSRANSVHGSISNKSVRSIKSNKSMRSIKSIAAASALNNSAPQPSSSGGVSSVPVVVPAPLSHLDEVTNDTCAV
CLDEFEEGEELRLLPCRHEFHSECIDPWLTRKSSTCPLCKFDCLPQTTEEVQGRGENANIVIPNDRFIEFVMGPEWVADS
TMRGHNGRNMVDRVGYFFAYIWARVRCRDPPPRPAPTVQFSRSSSQGVQAPVPLDEQGQVPLQLISARGVTSVPLTTPRT
PTPPPPPPPVASETSVVIDIPVEQERNKTTNASSTGQGTA*                                       
>Mver_MVEG_02940                                                                
MDLSPESTMSLEQLRVSQVDNIFGIHLPLDHVFPSSEATVVETINGSSEIMQTEHGSRNPSPTTPSSRENANPSSLTDCL
ISRRTGSAATAPRPVLPTHNPSSALVPLENSSILPKDNLSSFDDAPDCAICLDKIVPLHHAKATLACKHEFHLSCISMAF
AMGKEMICPLCRYLHKDQPFMTLEADMDHKLNPANRRSQQPHHRLHTPDTLSSHEHPTSGTVLSMMPSLTETFLGPQAGT
IQSSGICLKTSTWLLLYALPFTVAVAFLGFVLGQVETLWSKISCMIGSAICYMACWALVVAVMDPDHESRTILMSMESAH
AHAHRNDESHSAVSTNDEERSNSLRSRNSSTINLLLEDDRITEGYSTARMSNLGSTGISRRRRSSSITNGSGSQSASSST
SLPQDNSGDDPLVSTNMLFPFLASSTSASTTSSPILLSLSRWTNSRYAQELQNRVLDLAEILDDFPDTIGEW*       
>Mver_MVEG_03586                                                                
MASYFDDHSLEDPFKARKSSPNNRSLNPDLSHFMPREETDEERYGSPSPSSMAGLPGAGDFRRLAQLFGSFREREEPLGD
EEHQQFLDNLITQLMDEAGASGKGGPPPASKTFIRDLPFVPLKDVKRDDACIICNENFQESESKAGITKLPCKHFFDREC
ITPWLELHNNCPACRAEVPSDDPVWIKKKRDAELAKYAAEAEVDEDWMYS*                             
>Mver_MVEG_03819                                                                
MALVHTSKAEFSELFVQFFEDCAPHVEAMPNVPFERIEKEPVVTLSDAPGATKHLNLDPAMFPDVCNAVVGDFFGHCRYK
DDYSIQSVRLLRNRVTWRRYQSEKTNRRQLAANEDMFRDEILFHGTPKRKLPSILQKGLDPRTTVRANYGKGVYFSDSIE
KCMQYVDPQTSMEQEYSIILCCVLLGKVWVEPYEKAQRTLDQNTMFLPEGYDSAVGHDSFKEWIVYEKSHVLPLCVINFK
ASNSPDCFHRLSAHGVLFQGLNFYPTSMHLIQTVCNVPTPTDNNAPSSSATNKDDYSWKTPTQQEANMLWTVLNIPIGTA
QIKKIIFPKNEEFVVTAKNRDDRIVYFYMNHIQWSLLSGVAKNIQVLEERHKMDTDKAFMERSRQRLQIEELINSVYECE
ALILKFTEAKPELDLIEAEGVKVNQMIEWLMNQALSAGAGRPDILNSHEFQLAVHPYRNQLNELKGLYDAKIATLGPQWN
VEHVSKAIQVKAWRQQLQADVAADTVREQRQLSAIKVEKSKASTQAQNCITLITLPDLEARIQQAKNERLNPNPSGSHTE
DFTLKSTQVHTYASQIWAQVVVELLMPTLMICQMPSHRMRLLNETNVDDVAVKVQEMQLKGINQWYEIAPRAFFDMSMAS
TAFWPIHPQNKLPNRRLFMMKDFVEWMFLEKERRIRTAAQSQSRPGMMSRLVRDSPKVGDEDPLLGVDVHELYREQWELL
DPCILKAIKGLKSRHGTVVFNRKERQEELDKLGKDLINNLFVVATPDMLILDESSHKPTASSSSSLSSSISKNPTPSSEC
PICQDPLVIPGPGEPAILAVDQVIKLKSCRHCFHQGCIDAWFKAKDSQLKCPMCNVLCSTRGGMSATKDAFKGSVAKLGP
MPDGYMGYTFDDRLCCYFLYMNIPSSQTTTSTDGSTAEETLVTVPADRRYAVVPVSAKLGPLLMIRLICLFYYGHLFRVG
ESVTRGVANVVVWNGVHLRTGMTGAYGFPATEFETACWQEINQKGVAMGLDELVLSMPQEKEYTGQSRVEEPEVVLPEGL
AAELSAQNMICKIMDPERVGLFEL*                                                       
>Mver_MVEG_03928                                                                
MYYYHLKLDLYSRPPTQQGQQHNSSQGTSKTDNTAISTLQEPASNSTSPSRVQALFKPFPQYRPPRLQGLSKSLSKRSRT
SFSFAESQSNRPPHSKTGSDHSEHHVPHLPLDYRFGNIHIATLDNPQSTAQATSGAPTVSVKDKSAKTKPRGKKMASAAS
EATTTTQTPTFKEDEPAQGILRLYKDTNEITTGDVVEVRQDGHETTTSSGELETLSSHERESQIIHPDHGTAVCVLAVPT
YMSPGDFLNFVGPVRQNVSHFRIIRDSVPNRFMVLMKFRTSEATAEFYRRYNGKAFSSLEPEICHVVYLKSIEIRAGCMP
PYAFPFFNDDPFLQSHSPTSTHPTHESESTNSSKSRLASISDPHTSHDTTSQDHTDVDLDLAALQMAALSTAETPGLEEL
PTCPVCLERMDSSVTGLLTILCQHTFHCHCLSKWGEGSCPVCRYSQKTIKGTPGHRTLRGGGIDPETTTLENEDENMCAV
CGTTENLWICLICGHIGCGRYQEKHAYSHYYDTSHLYALELETQRVWDYAGDGYVHRLIQNKTDGKLVELPSAVDGQLPS
QHSVQVGQEKLDAIGLEYTYLLTSQLESQRLYFDAQMAAMTAQLAQVNKEAKEWEKEAMALNEKNQALAQMAEQLEKEKP
TLLKEKKAAEKRLDKMQEKLAMLERQYEEEKEMNVGLRTNQDSFKEKLQAKEAEIEELQEQVRDMMIYLDTQQKVEASPL
KDELVNGTIGVVMAPGGSHTGSSSSSSPSGHRRKGRK*                                          
>Mver_MVEG_05566                                                                
MTFRQASFLLFINWILITTWMVSSFESTDATIVVLATNDTYIDRLAAFGPQIPEEGLVLNLIAVETLEGSDQSACTQVTG
APVNVSWVALVERGGSCGFAEKVRNMQASGAKAVIVGDNQRGGLITMYAREDTSDITIPSVFITQNHYRELRYFGMELGK
GFLVKMMPDDDDWPVADVLSFIILSPALIVIFLYFLVRVRMHQQRLADLAPAEVVSNLPIKVFFKSKLRDNDPAECVICL
EEYEDEDELRVLPCKHEYHVACIDNWLTTRKKFCPICKRDICTPTESTPLLSSIDTQAYNTSSATDSSGSGSSVPTTSTP
QPEVGQSTVSIPSGAVDNTNTTGSSSSSSSEDSMLNYC*                                         
>Mver_MVEG_05581                                                                
MNTPGHSQTGINGHDASHMPTAPGQGVGDTLVTPGEGPSGSTSPPVPHIRIVPHLDAPRSLHFDVVDKDVPEGFVLKIGR
FTDKQALPNRVTFKSKVVSRGHAEIYTENGKFYIRDTKSSSGTFLNHARLSPPGVESKPTQLKDGDVVQLGVDYQGGTQE
IYRCVKMRLELNRSWQQQANPFRMNTLKVIRSLTTATAASATDCCICLFRIASFQSLFVAPCSHVYHYKCIRPLLVANHP
GFLCPLCRTFADLEDSVEIDDPIEEDVPAEEAVAAIATSNGQVNAVENVQEPEIISRPTRAEVVASPMEEAYATPPSEQA
HTFQPPEPTYPNNPVIQSMAVDEPTPSSQEHVDVASEAIEHVENGERPITHPNTMPVDIAHFPPSSIGTSAQPSPSSAFF
MAPSPPPFVAGTGGPISFSSPSRNSSSQNPSSVSPSNHMAAAGHMIQNFVRNISIPSRNRTRTNSNSPLNPMMHQGGSSA
PTGSGPGVSLLVPGSSGHGDLHTDVFGKTLVVTPPPMVSDEEGTSASELAPVSEMDVEPNSRGQSVPDDGTEPTEQPSHE
PHSAQDHHAIRTPHHEVEPEAPHPPTETPVN*                                                
>Mver_MVEG_05658                                                                
MRFLDLNRYSLLSFTATLTAIAYSSHRSLFNTPSSLLNLGLLKSLEPILKDVIPFSGDWDSASGASFILNDLLHYESVDN



KDDPSIQSRPHDQVTIEQTHSRSQKQQQPPPDFEHSRLLGLGGAAGVGTGFRPSVFQAMLAERYLKFRTPSPAVLLQLQV
ILSYLQNEKLCVLVFTNMAFCLAFLAGRLFLRTFFGDLRVIERQHMYDRALNFLLFKVVFVGAILEPRWEELLIWTAWFT
ILGFLRVFSMLCRDRFEYITVSPNVPVKVHVKILTMLAMILVSNIIWFILCISVFRSMLLLLSFECFTLLLDTLQTTVKY
IIHLGDLSRQGPCESRRTVQYYTEFVTDSMILVTTLGHYLHIMYLHGISFTLIDAVLFLNMRSVFNNLRKKISSHQTYRQ
ALRNMRALYPSATAKQLADYSDDCAICRDSMSSGKVLPCGHIFHLFCIRSWLEHHSSCPTCRRSLSSKTDSEAHGDRQET
RSTPMGHSQGRDREDDRNGLSQRRDLVSSSAMSGSSTSTMALTSMGTPSGSSTATSSSAHSGSSTPVNPSGRSRAAGHQL
FAFNSEQQPWLTRLGFPRITLEVVDRAEEGEEEREEDTRNHGHHYHHGDGQHTQRYTHPSQPPTRTSRNETSRRSREIQE
SIYSDDDDEYNEELARALRESLAMHEMLVAARETASAEGERGIQEPELERGQEGESEANMRRRHYPSEHLSLP*      
>Mver_MVEG_06143                                                                
MPTVHASIFGVTLARVNYDIVNLQTRPTGLETALVAMQGDDIPTGIIAGTASIPKGGMLGLLYDLGFACQQGFNANTTLP
TPNLFGFSKIALIRRGGPTESEVCTFRQKLIIAQSDGAIAALIYNKPGATSLDGATAALSEADSPVGIPGLMIGYDSGIN
LRTLLQQMNTSSSPENANRMRIGLWPDQRMPVIWEFVLIVVVVLLGVSFTVSVVLHCRLYALRQRVRMDALARGTDIPTE
GTIHMRKLTLDKAALDDFPVRIFHQGSSSGSSAPMAKPNSVDETKALPPLAQLTSDTTEATEGTSKSEKDVKAPPRRSRP
NSIHCSIKGESDGVIYPASLDMDIELTNDMCAVCLDEFEEGEEIRMLPCHHEFHCECIDPWLTRKSPTCPLCKHNCLPPP
SEEGNQDSAEGSGNTPVPNDRLIEFIMGPAWIASRTRSGHAATNSTSRIGSFFGSIPNRLRGRSERVNPSTMTSAGDDPL
PLPPLTDTNGVQIGLQESPPQNEAVREPGERSTFEVVPQQETVVNIPSSSEPGNPTR*                      
>Mver_MVEG_06144                                                                
MRIMTVGGLTLLLIGLCCLAAVLLRFSRYERRTIYVVDNEKALVLDQTTINKSFPIRIYPSNQRLFLDEDEMVIATVTTP
TPLPDTIKDIVENVETLSPTVEKQIYHSHQHHQHSFMGIARVGVGKLWSRESSRGPSRCNSPTPSQISQMPTFATSMTML
QNSNPPSPAILQPATLIPMPPDVASEEKSDLKLETKEYSEELCSICLGEYETDDRIRILSCGHEYHAECVDIWLTHKSTH
CPLCKHDLLDDIQPPSPIVVMNPTL*                                                      
>Mver_MVEG_06174                                                                
MPTVLPTPPASGPQASTLGDAELAGLEDVDWSDFGSQETTPLSSQPQTPSQPKKLRPGVPNASMTHPSMQNASLDDMALE
LLVAKEAESEVDQLKKEVARLKKEIKFKDGVIARLQAQQQALSPTGTGKPSLGDTVVHQHTHTPREAGLQCVVCVDYFVF
PYTVECGHTFCYTCLHSWLEVHKSCPTCRTKLLRRPTLSFIVRDQVQSAVSRLPEPDKSSMLKKIEAESKSIKQIQTNGD
LWEGIFRPVNMEGIGNTIVDADDGVRRCGSCGWEVRGGVCTHCSNMFSDVEVSDDSQDHSQEDSEPDDYDSHDSFINDSD
NGQEENSDQDHGGNDLYLSDSSLLISDDGSNTPRTRSTRSKVLRKKKSKRMLASDDSDGEDTQPVELSSDDEEEEVEKDE
DEEEEDEVLVRNKPRRVQNKRAIMISDDDDEEVESIRRRRKRRNVALEISSDDDDQRTKAKNSKNSKIDDNDDDSVSETV
ESDDDTSRSESEADSESSEVDSDDDFVTSKNKDKKSKKSKKDKSKRKKKVLGGGLEALFA*                   
>Mver_MVEG_06256                                                                
MLANSHMPFSDMCSMSCWALFFSVIFPTVHVLGVEVNTALSVVSSSSSSPVTTSSSAASVVPTHPSHQQHRSYSFTVFLD
PSSLSYPSTTSGPSPHSFKSRIADGKANRRHIHARRQRSRKEGTEHNQSESKDDEQTLSRMTERNIKIRTHDDNDSLSLT
HFKVMRSSLRHVSHCPPLLHELFDNPSSGKSFHPSERIDHSAELTFDDEDEDDDGDDTDHNPNANLDNDDDRIVWQGHVK
SGWNLSPGMRDKPSKPDLVSLTGPLLEYPLTAPLRSFPLQWIALIHCSHKSNDHIRTVFKAGAKAVLYALDSHGAVDHLD
PTVPIFTLEHDAGNHLAAALAKLPSGSTIAVSVEPLHQQPVIQLSTQQHIIPKQSLHRHVGSMLDGFITGASVARRMLTR
LGLDTQSKEDKPMVSIPIPLSTMLSNVPLQTHDDKGLEYKGQPQAERTKASSPTATPNTTSHKPALIKSEHGIKPSTLLK
RVYSFSPSKFIQDASALAKDDSMTGKLAMVLMSTICGVGVGMFGALLFVVALKVRLFQTRRSNQNNHPHQTAAQQHQAHQ
LLREHGYKKVIPKGILDSFGVQTVLHTSTTTMMTSLKSDLASFKTKTYAEDVIEMEEGFGDLAAREIARQQRLRIRSQLL
RGFSDQGRDMGEREHTPGLEVDDGQEDNDDDEEEESREWDDYEGEEMEEIGHSTTTDGSTMDMDQITAAIMSATRRGSYR
RFSLRDDSSTPPSVTSSTTTSASLSLSLSLSSSEKPKSCSSQHEHEHDKKLPFANANAQTMCAICLAEYEVGDQVRTLPC
YHQYHQACIDPWLLQVASLCPICKRDLWPSP*                                                
>Mver_MVEG_06282                                                                
MSAPRADSRTNSVYVDAPEITSEDEASSPSTSMHQGPHPTTTETSATTDLHNTRSSREPSAAPVTPIPQEDDEEEEDEDE
DEYLDDSESELDDPSTRERSQDRDEERQEDDDGEEIIVMQVDPSTGLRRAISQTRGRSWISSIPGHLRSQQRRMTSSNRV
SSRSGPSRGTSSGTSTSGSGSSNSNRTPVAPVVDERAQSELRRKIMDIQRDPTISFADKAGMIQKLMSSKWQDSGKSVES
RGSEETSEMDLKTTYNNKEQEYLGCKHYRRGCKLKANCCGKWFNCRFCHDDACDHAIVRSETKEMLCMHCKTIQPAAQEC
SSCKATLAKYYCDICKLWDDDPRKQIYHCDDCGICRIGQGLGKDFFHCKKCNICMSTRLANHKCIERNLECDCPICGEYM
FTSTATVIFMPCGHCIHSRCHDDYIKTSYQCPTCWKALGDMSTYYAKIDSLLKEQTMPAEYTNIFSSVLCNDCEVKSEAP
YHFLYHKCDKCKGYNTKVLETFRRALADGSSLEKNATAAAGAVGTGPEDNTSGGGGGVGGSGGGLFASSPFDTTDSTMTT
TTTTTTTTPAIIPVDMIHVPVPRSPLLDGNASGDMSVSGMSGNSAP*                                 
>Mver_MVEG_06626                                                                
MNNSTSGVPTTTIASSASNQSIADNNNNNNNSAATPPASSSSSTSSVPHIRIVPHLDAPRSLHFEVVDKDVPDGFVLKIG
RFTDKQTLPNRVTFKSKVVSRGHAEIYTELGKFYIRDTKSSSGTFLNHARLSPPGVESKPAQLKDGDVVQLGVDYQGGTQ
EIYRCVKMRLELNRSWQQQANPFRLNTLKVIRNLTTADAANSTDCCICLFRIASFQSLFVAPCSHVYHYKCIRPMLVANH
PGFLCPLCRTFADLEDTVEIDDPIEQPAAQNNAVEQVEEEPVTVANPDPPVTTPIHEHSTIPTSTSTSTPPEDIAQESPI
EDMEMPAVTENAPHHGRSNSAPASPTSIGAPPASSGASATPLQITIPQSASGSQLSVNLGSSSSQQSPSSAFFLAPSPPA
FISGFGVSPIPFSTPSSSSSRAQPSSQAPQSPPPQSHNAHSVSPSNHMSHMFQNFVRNITIPSRSRSRSRTNSNSASLSP
VALTTPSTTPSQGTSHHHGILSHLHLHHHHNNEGHADVFGKTLVVSPTPVMMSNARHNISELGSVSEMESEPVSRDDSSS
SSGRSSRGGDEMSDDIQTSGQPSTTSLAQVTPSEAQPVVV*                                       
>Mver_MVEG_06629                                                                
MFRGASFLLFLNWLCIVIWLISSFEATDATIVVLATNDSYVDRTAAFGPRIPDDGIILSLVAIETVDGSDQSACRPVKGG
PANMTWVALVERGGDCSFVAKVRNMQASGAAAVIVGDNQRNGLITMYAREDTSDVLIPSVFIAQHHYRELRYLGMELGKE



YLVKMTPDDMQWPVLDVIIFIILSPAFVVLFLYFMWRVRLHQQQVADLAPTEVVSNLPIKVFYTAKLQENDPVECVICLE
DYEDEDELRVLPCKHQYHVACIDNWLTTRKRFCPICKRDICSSETTPLLGGTTSPSSLNHQRRNNNGTAPPSSNSASSSS
SRPSNRRARSSNQRSSLSSQPTAPRPQTEITPETEVAPPEVRPEITSTEDEVNRRV*                       
>Mver_MVEG_06941                                                                
MGQNSSTPSRNERASSSSSSPTSSPNANSNTRSFPHDPMARSTSPRHPSSPLPSSPSLPPPSSTSRVLRSVTERRRRTNL
FSSFYPLLSRNSSSNNGGSSPEVTADIPTSNPSSSFRATRTPPPPSNGRTPRGLHRVQRLHDEQSIRSFHSSRASSLVAV
VPSPERTESENMDVDPVSVRTLPPPSTEHNQSDVVMAPHPTESSVSNPSNTLTEPFATTNTHPFESLLVGRSNPRGTSIS
SSLLPIRPDSDDEDLYNREDPDFSRSGRPSRGRPGPDLVADLIQHQFAQHESSASLPATTPLPSTNTMPRAMAMQVVEPL
QELNNSTASVERREPTEVPSAAQHRRRLRSSSLRGVMGFQPTGATMGEDPPMSTTTDNSERTEEATSPSVDRPQFILSQL
PFLTRLLTDISRGLTPEGETQSDAPSPNALSSDTATTSSTQTDDETPRRRPHTTIRLIQIGGGLSFGRPRNEEGTIDTTS
SDTTDNTTGSPGNNSPGNNDPATGTENIGSGNEDATNEEGTRRDEALGEAFIMFLSSPNTEPESETENREGPQRRAPWVV
VSFSGAYISSLMAAGAGNDGGVSYEDLWMLSNLIGPARPITTTQEAINSAGFHVGQFEHEVQGMRGCSTLGDGSRCLVCM
SEYEEGEDMRALKCRHGFHQECIDKWLTTGANKCPVCRAAAVDSAEAPQVGEVSEVGVEE*                   
>Mver_MVEG_07034                                                                
MVFATKTDGPHDPAMLSQENPVEILPDHIDGILRRMEEELKCAICLMPMTDPVSISCTHRFCRECILHNLKRKAACPLCN
KKYDRRSLNTLDHMDKVINAFLDLKETYEHEYGHALSQAPRHYESNPQENLTQLYPYPEKLDEGRSTDTDTTSETTRVPL
QEITSTITTIQESERQDADEEATQVAEITQVNGRTPPHEHEEGDHDLDTEHDVGVDMELACFDVDLDTVSEKQAAALALQ
MLRAMAIVDTSRDQPQRESTIKTEDEDPHIDDRSHSETLETQVLSTQSFETKPKLASSDDVFVITTTNLEINYKTVVEKV
ARTLKAKVVDELSSKVTHVVVKNVSKDDSPGSGRTVKLLMGIISAARILQFDWVTDSMEAGYWVLEDDYQLPDNEYGNSG
QRRAWFKKAQGEPPLFHGYEFQLFGTIQNLPKEDLEQLISAGGGVLVTELFRHDIKPQSRRPELAPQHHVLLFDPSNQGI
MRLRKLRTEVATLQETAAQLGKPLRVVKSQTLLDTIYQYDTDKLLDTDISE*                            
>Mver_MVEG_07174                                                                
MAHPSETETLHGSGNSNNSSNEISTNENAMAIIASHSSSSSAPSSHRPPLSPLDTKQEQISTSPSPLPPAPVLSSSPPAR
SSSTPSFCGSSASYSSYSPSLSSPYPIVHSSPSPIDLARSSPSTIPPEQPQLYSSPFSFNQYTVEDPTVVDPLSSTLTPM
ASYPPLQSIANPPPLQPTSADPLPQSSQQYLSPQQQQQQRQPYPPPVDTTEPSRPRSVIDFALDGAGPVNPAGRRVRRNI
LTRLGALPRNSRIVIIFSALMMLIKVSATVVVLILDSKAEDVMLLNSLVILYALKSVVSLPFTLFAHMNPRRQGEPLTPR
DILMERYRTLMEIAGTCLFFLSNYFLFSKPTWRYEAPATFFLCVANVAIGYIVILIPVLLCLAVILCLPLVVRVMRYLDI
GPVVGIKGATEEMIAAIPIVIYRKPVETGAEPPSAVIDMGNSTPSDSQGERVEPVTLSSSFTPGHSPSPSSSSPSQPTPS
QPTPSSVAPTSGRSSKGGFLGFFRKGKKQAKGPKPSEATSSTPAIEYLTLSDAQDAVCAICLCDYEDDEELRKMACTHYF
HKECVDEWLRLHKNCPLCKRDIEDLAGVTSGSSGSGSASRSPTSR*                                  
>Mver_MVEG_08003                                                                
MKAVAVHRPLDVSTVSYWALILSVLFPSMHVLGVQVTTSSSSSSSSSSSSNTPRLYASPQDHPKEPISRHRSTTTYSLTV
FLESSAFEPFSLSFLSSSPPFTPNIDAKKKKTPSGDQISQLYTKARVTCHSDNTKRSKGRSSLKESGPSHEKGCERGRST
RRAKAARRVFVRGGGGKSPTHLIYLDDEGSLNGSQDTSNDDMPQDISPATTTTTTNTQTVRVLVDDKGPSDFESFVKSSS
ISTTTWNKAEYELAQALWTYWKKDIAMATTPRCPPPHFVKEDPAASLSSSSSPLSTSSSSSSSEGCAKDTSPLWQGQGPL
VRYPASAPLPLLLGTNRHQWLSLIPCPVTARSSVEQYLLSATRLDTHVVFLFYATDESDCSNIREWPLINSSKTSSLVLN
KDLAQQLIIVLDKHTGKMMPYARISLAEGHRISRRPRRQPVEQTLENSEVEREKVTRKASPDVDPPPPLRALDKEDRDRT
IEPRQRRVVITLPEIGAIVDTFKSGAIRVRRVLVNLGLETETMDEPILEHTPSPEIRKRQQPKHGQVKATIVQRTKAEET
TTKSVLSTSFEAISSVLWFRQEPLKGIEREFESQVFDDDMEEEEEGDYVYAEDEDDLGKNDDGSPLVATRHPKARSRPNR
LAQRIHPLSPSFAHDAGLILKEHGFVNVHQYHHTTASTMPETVTGKVAMVLMSTFCGIGVGMFGALLFVVALKVRVFQSR
RGSSVGPLAGTQQAQQQTGSFKKVIPLSVLESYGVQTVIHTSPTSTTTRPVVKAVDMGFIRNGRLYFAEDVLEMEEGLDG
VAAREHARRLRTRSGMLLRRNGIDLVGNGQVDDEAECDDVPGDMSEMDESDEYEYSSDAVVPDMTQIAQITASIMATRRG
SYRRVSYTRQDRSHFHHHHQHNHRHSGDHEQEYDHRHVFPSSSSLSTLATSHSSLSTLSNASAMTMASSSSSSLSLSLSL
SLSEKPKACSVDPCEPKKKELPFANANAQTMCAICLSEYEVGEQVRTLPCYHQYHQACIDPWLLQVASLCPICKRDLWPG
AG*                                                                             
>Mver_MVEG_08322                                                                
MIATVVSPGSIPDFVHPPVPGESHDLYGDSHLDSIKLPAPSVIPSSSNNYTSSSSALFSDPLSHSVNTNSSSPNNHSDSQ
QTSTQPTIGGVSVRELDSVGAIVDEPSDAISWSKLVEACTLGHADVVQEIIAISPALKDSIDNVSSATGMNPLHFAASRG
HSEVVRILIDQAGAGVDIQDREGETALLKASYSGSLPTVCFLLKRGANVHQRDKDGWTALHNASSRGYIDIAQVLLEKGE
ADINARSKMGHSPLINAASKGDVAMALYFLNHANAKPFLKNNFSEAAYDVAAANSEAYLCDILQSSEKQWWKVEHPNDQQ
YDVQATHNTVLLVVHENQRAVGSFPLSFMAPKFAASALLQQDFCGPWSLPNGRPSTKDDVHLPLLTGGSSTKSNTQRGWF
WLTEWVVDKTDPNVDSDGWQYGKSLTEPNQVWTANAPTSGGNWVRRRKWIRVMKKRVDMDKTASSDDPLIDDLNLDVPET
VNEQGDYIKRAGLALRAEDGFSDDHQELSRYRQAIQILLRGIKADKNMPSKSAATTLVQEYLEHSEQLSETIENHNAAYR
SISDLETPMPQIASPSTQGNPGSPNELRRLTLLKSRPSDTDVLDALQDHSTSLQVHANPSEPEFPSSIDNVPEEHHQTEE
HPPSSQEQELSSLEQAFESSSLEPSSEVPVSEAAERIYSHQASEVPLTEPLATIPQDRQDTNTSSTPIISDPFPMARLTR
SSRATPSSSSSSSNTPSVSAPPPQHFEQHQAAISASSPVILSSSLESQHETSLDARESPQTSPATVSTSALPQATSNASN
SINTPHRSQSSQSPSQHHHHHQSMTHMIMGPLPGAKWESDYKAIECRECHRKFSLWLRRHHCRRCGHVVCDRCSSHRATL
HPSMVVYDPSSSEAFITHQTMSRRGTLQSYRVCDSCYSTLGPVRSQSMGSGSGSASSSAVQTGSHISHHRSYQGQSRHND
YHNNNGNNLSSSPFDNGGVYLSNHSGYTGDYGAYSSSRSSSSSNIHQPTPMVRNASSSSLMSECPVCGAILAGLEGGKAA
QEAHVQDCLEGKPGQGSGPINNVRYIVYKLPADSPLIDQECAICFEEFVAGRTVARLNCLCTYHRHCIHSWLQHGKACPV
HYR*                                                                            
>Mver_MVEG_08852                                                                



MLHVTASLIYYLFVILCASTHAHPIQRLTPRQDLSPSPPPSPSPSPSPGFSTLPVVPPTLIQTPLVQIVAPNVVLFAALD
SPQPQPSTPAAPSFTDTPRSVGGVVPNPQSSNDAPLLLPTSSLTLAPSQIHHVNESLFYGAGGSEPLTGILIEWILGCDI
GDKFPIYPPTDKPWIAFISSALLSKPPKNTSTNKVPPNNTTTNSEVAEQNEENDDSGEAQCTVSNLIAIIQAISESVTGV
IMYYDTDGVVTFPQLRAQAEKAVQDVFNSRNPPSVPVPPPSSPPARNVVTLTKRLAGITKEQLMAKLATPDMSPYLLDTP
TPALNSNQDASTTPSATSAPTLGVLAMGDPNLISILKTSSRSAGGSVIAQLKFSNNAFGPNVPGTPTEPTGAPKPGSERP
VADRSLGLFFWVILGSVVLIVGIWVGFGVVEARTLARRREQLELDNVKLRTVDQKVLDTYKIKIFQETDISYSDDEDEDD
SPPAGAVMGASADTNQFNEKEDTNERSNSQDGYGEHPRSRRFFARADLSVLKERFSQHRHNSPTLKRRSGSFDETLYGGL
DSLRASRILHRESILEDERRMALEAAMRRDERCRSWAENKAMMFDYAGESESDYGYDQENNYKSHAEEGWASLGVDTIKA
LDLSSDRLSLKAGSRRGSLYSLALAQKDLPAQKDLPTLPTLARGGSGVHQPQLRHKSRFILPRKIETTMPALQVVSTGDI
ASPTVYGEGSARPSTAGFLPPPGWGGERRRSSLATVAVPDNGMGIAADWAGPHGQKLGQSSLHIQRIGNGTPVHEESIAD
EDEDQGRSQNDLDDGRGVGQIEPPPGRRLRRTSIQVQRINLDKDETIVNEKDIEAPKAVRSPVDYKERFSTFGIELPDIY
SPTSGEFSRLSLDADQLILQNKEMRRLSYQRRQQRDRTLDSEELRDDSNGSSFGSDDRDHYPLHGKDLTNATTATDMTTS
TASGQRRKERKRKSDPCAICLEEYEVGDKLRELPCKHFYHSQCIDPWFKDVHSVCPVCKRDYSEAGRMTPAARLAHRREM
AERARLNERPSGLTALLAPLAALPGGISGAHYWYTAENSIHM*                                     
>Mver_MVEG_08865                                                                
MKTVTMKAVPAAQSHFRNMNQSSPRPPTPTRKNSDHLSLSLLSVDASCSPSGHSSSSNNNNNHSSTSSPLIATSDLFFAT
SQTNNTNIKVTTNDQATRPVSPSFLSTPPSSSTSSTPSIFERCQTPMPSRISSLPQPPSSLSTARRSSLANESPVGGVGG
GGHDGQGQAQGRSSTWKNGWRQDVISNHFESALAGGSVPMIPLAQHSHELSDQQIFQASRSGAADDEATSGELAQPHQGV
IMAYAGPGASFSLGTGMASNNDEGASSSTGPRVSDWSWVRLTHFMRPLVSQSLVSRLYSRRPQFSNMGSSSWSIVRILNA
CHLLYLIPVTTITIARLMSTEMICDEQLFSWLTVQSVLFVGQIISACCILQRQTMSTRNTLLDQRSKVLLLVFMLWTIIG
VGFLGADNNTQESSCVASEDPVYNLAFKIIVFHVSVIGLYFLPCGSFLLTRFLPNSVTSGMTRTATKPMIDNLGSMLMTE
GMFGGDPEEATCAICLGDYRTDETIRFLPCQHHFHLECVDQWLMTDKSCPLCKHDIDKPMDDNRLATQRCFGMNANGSSS
TTATAHNRSKDEPGCSTHVGFQIIII*                                                     
>Mver_MVEG_09613                                                                
MATSAQVSTVVTIPSRQASISPPHSPTSSQPRPQQPSSSSGYLSSGPLNRPWWRPPARNYRPHPANRVISSTYSPNPIPI
SVGPRESLPHYWLRALSYILRIPFREMVGNVTRPYDPTGPQPMADIPMSIPPPSTRPSSPPPTIGGTGDGVSETGATGSG
TEARGGSSFLSGLWPTSTQSQPEYMPQIRKAWAERTADISMALMAAFFSSAIVTVVAIAALTLNWSKECTYLKVYMVVFV
VRKWIMTALMIDRALYRLPLNLVECDPDIDEERYNGMAIYMSDLFTWHGYAMLFAGSFYVYGYATVHYLTSAPAITGVAI
VFASMGLVPFFTLLALIFVALSCLYVLYMLFICFVWPFEKCGLSRRRAISRRNGGYRSDGTTNTTDLAQLEGSGNSSVIG
FGNSDHIKITPAMATIPIVVFRKPIKSEPSEKENLSTGWQVVEKMMDMPTINMGGAGKGTTYSESQTDAISKMPTSLSRL
CSSITGSMASSTSSPSMSAAASCVGLPPPNSMFLQQGSKASSTTSFVPCASGSEEETEKHQRQSSVSTTTRTTSKDKQRR
RSQYLNQSISSQGDHIVIDMGSNNTGVGRISDHPEIEIPKPERRGSSGVSAILPYYMTTAPTLPPVPSSSEPCSAPIQSD
NIEAVPHTLETYPQVWETNFDEECAICLYEFDDGDELRHLYCNHYFHRNCVDRWLVKNPFCPKCKRAI*           
>Mver_MVEG_09711                                                                
MLNWASLVLAMFSIGILTTQARCAHESPALFYLVLVFSLVGYVCLAMLLLIWLVFMFCLNGLVALLEAFGVGPRVMQWEG
ATPEMIDDIPVIKFLGNGEGGEKEGKDMGQETKGQGSHAEKQKDDGATGASPLPSHPSIVISDANLDSNSESKSSHPEQR
SSDSNAVYALDIDSPPQVQQRRDHIILEELNYDHEPSPLPVNGADQTAMSCTICLCEYEPDDLLRQMPCQHLFHKECVDE
WLKLKRTCPLCKFDIARVNRVRNWTRQHFRRRSSGSGHGARTSI*                                   
>Mver_MVEG_09806                                                                
MLAVMLDSDIVSMRQDDNQDTAWAESGSSTRKGTLFEALADPNVATSVVVVPKFRLIGQSQEIHLDISVFIHHKLLSVPL
RTKSTVNSKLVDLVHFLFPPPRNMEQQLTDNAIKDLYAYLKPAANQEPAKSIQPKLLNPKLLPFQKKTVAWMLQRECGIV
TESGDVIYKAPSLEEKLPLTWETAMTDAGLELYINRLFGAICLADTNVLAAQAEPRGGILAEEMGLGKTVEMLALILLNR
RKLEQTPVIHKNIIMVPEASVASPSDSSYAKSDSSVSNFSRDSSQEPSLDAKDMDIDQAPEVKRIQSGATLIITPPSILH
QWAGEIENHAPTLKTYIYSADSHKTITAEQLAQYDIVLSTYHVLSREINYVQEHDRSRRYERVYTPRKSPFMLIDWWRLC
LDEAQMIEGASVSQAAAVANMIPRVMSWAVSGTPMRRHVEDLHSLLMFLDLQPLALNKRLWRTLTTPPFRALLLSSFQRI
MHRYAKKDVRQELALPRQYRLVYGIHFSEVERANYDEKWEQCLAECNLNNLDDEEVNTESLQSWLTRLRQTCCHPTIGKW
SRVTLGKSNLQTIDQVLDVMVEQAAYQMYSKERSLLVSRIKRAVLTTRLEKREEELLAFLSLEKEAAQKVEDTHTRLDLT
KDDDDDMIVLLNKRTQGSMSDKAPEDALGAAVLRHRDWMEQQHRILFFTACLYHDLKKENEETEYYKKAEDVRQLMLALP
EKKFDRVLEYVKGLIEDTDLDSNYRIAAPKFGGGIALSRIIEQLVFVTELLNRQLDILSTWRKDLVSRLIQPLMQDGEEG
EQYQYSIDLQHTLESYLLFYGKMLLFRKDLVSGTEDSITQHVAQAEGRLKHQKMVQQRVRSYKRKASATDAPVAEETIDT
RLEKEMDELLTPDLVSTLRSIRANIKSFANNSSAPDAELAMADLEDKRLKEEQNRQVKLVLDLEREVTYFRTLTAARTAY
YKQLQFISDSVRDIESANPEEDIGDCLQEEHSIQMEIVRLVAKQRYLEHIAENTTAQVASAEENLCLICRCQYDLGLMTE
CGHVFCEHCLLEWTRSHQKCPSCNSHISRRKLSRVAMSNSVLENNTLIEALGSDTAGSSSKTTSEISMAQATNHINHVPE
IIRRMPIQDGFGSKIDSIVRHIAYLVREDSSVKCLVFSQWATLLNLIGESLNNNQIGFVRLDGSSARTAVKEFNHNANKH
VFMLHAKSQSAGLTLLSATHVFICEPLVNPVLQAQAVSRVHRIGQTKETFVHYYLVSDSVEIPVFNLFERNITASSGASS
HEQESGPEQMLQDLHIKGESSKGSGSGTSGEYDDDETEAPTTSSEVARAQNRNGELVTLDDLKFCFRAQREIFQRSADRA
N*                                                                              
>Mver_MVEG_10120                                                                
MPPKTVPRTKGNVRAANSSRAAELSSASSTGSSLPMSALGGFAQFATPAFSASSTYVASTAARSAPMSRSGSGSSSPQLS
SGPSFGGLDSDVVSVIRNGELSMIIKRLMSKRDTTTKIRALEDLEKWIKAHPEDDEAGSVACQEAIGPWIKLYIKLTTDV
DRRVRLMANNVHLLLVKRVKKKLAPYLKEVVAAWIGTFFDPTRDVARVALEAFKSAFPDNKREQVISFCLQDVIYYISEA
LLNKTPETLSDPRFNTKEEMDTRYARVAASALHTIGYIIDNLSSEALEKGADDIGPLLDDTRLWAFTSHVNPGVRRASYS



MLRTVTSKAPSLIKDRLPIISKQFLPAVFNDKDITTHGDLWDSLLVFTRAFPESWTIPADKKPTMILFFSFLKHAGYGST
TVTYRSILPLISTWADESVLGKNGTGFPFVQDFFENFWRGIESSNMDRDPGATGLFLEAYIECLVYFIVRFGKSETTKQG
QDAVFAAFTTLIKQYLTSTDGSKISTKFMEEEQGAARKIATHLQRLLNIPSVRDRATMDLWAPAVDTMSEIMSDDSSEGY
VKRGKRAILLLSQLSAIASEKGDTVVAESIEKAADRLVQIVAKQCSGSQSFGPSQLLSSLAVQFEVVVFSNPASQKAMHE
FFDKQFADMLLTSDEQSSSGSVSDGSESLPHLLDLFAGYLDNAKEHDVVSGIWRRVMDKVLDSTGEDSRKERQQIILRGL
LDRTASSKFAFALNLDSIDKFIFSAIEKRDYIGSETCEGLVASALCSKKIVSDVAKLKIVVSLSEQLEQFVSEIIGGHHS
ELLEETSSLLAILHKSLAHVAPLSIENSAEEPMKRIIVSVFDLGSQTGEHLNEAGKKSLNELQLLSEESEDVRFLLTEAL
TAHIQRSIQDLSRVTSPEDLANQARKLCDMLHLSELSERFRLLSKFFFDKEHWTGLYKHLLKTGPQPSLAMLDPVVEALY
SEKISHNPDAHPQFEKGSVDTKYDSFGLSAYGRLALFTFELLKKEGDTISLFLTFPEKMTWIMEELLKVRQGCLDSIQAP
SSEAGVFFSTTLHADANAVVFRTLLRELGNMATSWITLVQDNDWEKQTINVLTSGPRDSDVNNDEDDEASINIEYFAKAA
LKEQDGYSERVFADVIQALAKSDETDVSTANAKGWCQVLKSDKISLPVLTGLTVALKARLENTNEFTNLLNYWASELGAT
RPHEVTIRNTAIVRRLVLLVIALSTGNEDGTSSNLPQHRAMNLLQAIRRWTTDSDALQAFDDQGELLLQSVLYKLLNALS
FQVQELPGAHWEMMFGMISAVFAALETSNVTGSNPYAMLALESASRLAVNLIELGQDEDDILSAWEDQSDNILVSAMRLI
GQKASTDDKSLRMDRPVRQYLEILSQVCGHAPDRLVLSHGSVAEQCQMLLEPLTALQMLAYKQLLVELTEQVQVLSIQME
IKAPTSPMDEDAESEDTGSRDDSAGDKMVEPKFPKSLWTILSNPPKGFPAMDVNVDADDESNLKEDFSLLSVGHDQMEEE
EEEYGVGAGVAAKAEKTMSHSVLGYLLAWKLAFGLFENTTYTVKSGLVAQLRDASTMNDLLPYLFHLLGIHSALSSSMNE
SSSNNSDMAQSSQPFDLSRWDITDYQVTGFDLSSPEIGFPLLAGHLYYTCLGNVPSLVRIWWTECKFRQLSIAVESLTER
YFSPLLIAREINSLIKAQQAPAQGGTAAAAAALSGVSDDLNQLQIKTSKATSEITASFQIDEATMEIAIRLPSNFPLRQV
EVEGLQRVGVKEARWRAWLLAVAGVVAAQNGSLIDALSLFRRNVGLHFDGVEDCTICYSIVSVLDRSLPNKTCKTCKHRF
HASCLYKWFRTSNSSSCPLCRTLW*                                                       
>Mver_MVEG_11270                                                                
MNAPANDDDVEHDQYTSMCAICLGPFQSRVYLSPCMHSFCATCLSAWLAVALHCPLCKSVPVKLHWGVDTTLGILNTIHI
SPEPGRISSLASWRIELKQVATMSEEQGPSMEEQECQGAQESSKDETSEECNEVNDDEEDLEALTGSANGKRRRSASFED
VYHDSDNEDRSRSRSVTPIDSYHHCYGGSDNSTSNVPLKRSRADNSEGPSTSASPPSSTTPPQAPRPTRREIYLYSMEPV
PVEKYPLADQILPTDIEFLKPFLERDLAVLTDVHTTSAVEGIVVDHVRNVLKFHANAGQVVGAKQQAWARSKTKGASSVD
WELIDKEVEQWVLLSPGPNMTQSRMAKLFVREMRRIVKRRWRMESWDRRVEYERCDNMETSQT*                
>Mver_MVEG_11879                                                                
MASNQGISRSSSIYSDALDIHEPMDEATSPHTRTPHNRSYPTFASLPDAFPNEQDSEVSGGDVDDESLEQDVGGDDDDGD
DNYEEMTRLDSSSSGYGGVGSDHTNNAMDVDDMQVDDDEEMDGNASVTNTNSTTDSCRRPSSSGVTPRRYSSTPYNSMIP
SSSTINGSSGSNSGSGPVSGSGSGSGSGSGSGSVSGSGLSTSKPSVPIVDEKAQSELRRKIMEIQRDPSIEFGAKAGLIQ
KLMSSKWHVQRVFDEQKDDSVAATEDDLKTTYYNAELGHLGCKHYRRGCKLKANCCGKWFNCRFCHDDVCDHNIVRNETK
SMLCMKCKTIQPAAQDCNSCHVQLAAYYCDVCKLWDDDPTKPIYHCDDCGICRIGRGLGQDYFHCKKCNVCMNINFKGDH
KCIERNLECDCPICGEYMFTSTSTVIFMPCGHCIHSKCHEDYIKTSYQCPTCWKALGNMSGFYAKIDSLLAEQTMPPEYA
NIFSNVLCNDCEVKSEAPYHFLYHRCNKCKGYNTKVLETFKRVSNGQVQQVEVSAAVAEASNSRSDTNSGGESSGTRVGS
SLSSVPRSPLMDQNASGDMTIAGISGNSAP*                                                 
>Pbla_Phybl2_99199                                                              
DNILNDEESDRLNSEDQTRQQPNRNNESSEAHQSTGTNRQRNSLDQAELRKKIIQIQHDTSVDPKQKARMMQHLMSHGVL
PATPTADTHKNKQPQVQTEDIYAVSYHKKEDGILGCQHYQRNCKLQAACCEKIFVCRFCHDEASDHAIVRVETKNMLCML
CKTIQPAGKDCHKCGEQMAAYYCDKCKLWDNIPNKEIYHCDDCGICRRGKGLGEDFFHCMKCNICMVISIKDKHRCIERN
LESDCPICGEYMFTSTAKVIFMPCGHCIHKHCYETYLQRAYQCPTCLKSLCNMEDYFNRLDQELQRQPMPAEYENYLSYI
FCNDCEEKSVAKYHFFYHKCKNCKSYNTTV                                                  
>Pbla_Phybl2_157004                                                             
MAPDPTCQVCNQQFIEEIEDDADDPRRFLSGTESQPPLMNIFRSETGEGGPDENALGPFFESIMAAILGQTPMRPNGTNT
PGNGTDTDGTPETGGGQENQRSPFVLYTGLVDGGNIHPIRTNMPRRASSENDSAQNRDASNQTPDGEAGNRVSSIASVMQ
MLQTLAGAPLDAGFVGNPNDYVFSQGALDNIISQLMEQTVGRTAPPPAPDEVIESLGDRVLTQAEQDLQVDCAVCKEEFD
IKERVIELPCAHIFHNECIKPWLKMNGTCPVCRHSVVPETAGARDGSQTTNDPLSSGQATDTAADSNQSTNDTSSGNQGQ
QPPTSASIFSWLGGSRQDRGGSNTPSWPANIPGPFSWGPGQRRASNGHNHSPASSDNNQDHPDNDAPDLDL         
>Pbla_Phybl2_179230                                                             
MVKPGKQPRVKGNMKPASSSRAAELSGSTSLSFDNLGGFAQFANAGIPNASNNTLHSSTPTTEDHLDPGLSVILKKVAKR
DMVTKLKALEELEAYLKAHQESIPAILSTWVTMYGKLTMEVDRRVRLAANSVHALVTSQAGKKLAPHLKDFVGPWMMTQF
DQSRDVARAAKTSFETVFSEEKRAGVLLFCQKDILEFIIEMLLYKTPETLSDPRYVTKEDMDAKFARVISSNIYCISYLI
GQLPIEDRKKSSDVYDKLFDDPVFWKYVSHQSPMIRNAVYSLIKTLLLLWPDILKTRLELVCPVFFAAVFNEKDGSTHSS
MWDALLLITKKFPESWIVIAKKKSAIPKLCNFLRSGLNGSVGISYPSILALLANLPKELKQAPNFYKDVFDSLWKSLSTD
FIDSSNSHIFLNSYVECAVYFIVMESKNEDENTKPIVDYLINTVLWRPYELFFIDVRGVSGHEKLDIKNYLILAKHLSVL
VSSDSVKGVSCPLNESSLTIILLDLMEPFWTLLDNLLSQTITDCSTKLSKSIDLENLCYKAGGFMMELCNELNKIEKSGS
KDAMAHASKLARRLLLASIKSSITHKDQSHALLILADQLLSSYSNELLDTDEHSKEILVSSKELLTLITQGPQQSIGSLV
AFYTKLVFSLSEKPSKELWNSVISMLKELNGKTKDSQAVLCQSQVMLLLLEQIKKEGASMDYKSEELDSLVQSYASQLLD
SENTNEFLEVPVIRETLERILASTISLNSVHPVVSEDTLKKLIASLQLTLKNFNGFQYIIKSNSSEPSTKLTQITLSSLK
VLYDTITASPVDTLPAEVFECLPGEVFDAIFSKNSVIDPEAAPIQTVADMASLVWDIMVAKSNGKTLIQPILKRVKSSIN
NISFFASPSDSAKRVQKLLSSVNDNIRQESMEYLFGTREEWKSLARPFEQHTRVFSTLAIQDPLAGLVNCSLVDDDDELL
PVSYDLYGLSAYGRTALFAAEYIFSNSTNLSNTTDWIMIELMVARLACQSGLEVPGLCRVWDNKIPESALGIQAFVHQMD
KLFVKWIDDLTTNASFNALSLLNDLKQKVKSEYDSRLKSVLMELLSTPALSVATDFSPKDVYLANILEMVLRLSLQNLEW



STDDVAPWTSVLKAESTELSLLGKVATMMAFKETMGESPMFKNLQSDLVSKLSSISNLEDFQDSHKKPWSLLVLLNISSL
KFKYISIPTQRLMHLMLAMRKWFTSKSSPDTEQAMMHVQIAQLFSHLAESLQDVSGGQWSLFLGQCYEWVAFSDPTVPEE
ITLLYYALLFYKQLEEMVSDGNSELENIIQEYAPRFSKTCLKLLTLEKGVNMSHPRQKYQELLADLHVQIPDNILFDALS
FTDMCHLLKAPTEQLQKCSYDLLRRSISHTVEELSVRMEFTETSEGDTDFSINRDIYKSLVGAPDMSTWHSANLKDQPLH
EILGFLLSWLLMFDHFNEITFKLKQEYTSQLKDADLISTLLPVLFKILGTGYTQDIKPFDLAPWDIDSYDLEGFESTSEI
SYLILASHLYFRALKQVPSLVRAWWVGCKNRQLILGVESYTEKYFSPRLINNELDMLNRPDIMSDLADNGDNTFTVKALK
SANEVMANYLVDDQTLSVCIKLPKTYPLRQINVEGVAKIGVNEKQWRGWMFAVSAVIGFQNGNIADALTVFKRNANLHFE
GVEDCTICYSIINVIDRSIPNKQCRTCKNKFHSNCLYKWFKSSNSASCPLCRTVF*                        
>Pbla_Phybl2_185654                                                             
MKTTINMSHRNPIHSIASSTSRSRSDLPRILTITPPNVVHLSRSATPTSRRVRSHWLSNFICNWSQSSRSSKILFILSFT
LFTLQVIVTTAVLALYWDMYCDKPLRLFLVVYIIRLVISSPFSIYLYIVPDQALQSIRVRSDISMAERGEYYPGTDQDIL
LPPLSMPTTAHYSQPIETSPTSTPTDTSTLIPILTPTITATSNRSFNNASDSIRSMPRYRASDLMNAIRRIRSTLDLFAV
FWFLLGNYFLFTSTTCEDTAGPIYYLSLSFIIYGYIIIAFPFILCAAVVFCLPCVLVGMHLLHVDDAVEMGGATIQEISL
LPMYQFKTVPIPMKSFPSISQIYLPQPLPHHHNNNNNNNNSINKNNDQRQQKQQNFKLDNSISSTKNKPQVKPQSVSKSY
FDLFWVWVGAVEPVITPSQPEPKYPTINIPPEQDRLCVICLSNYEDGDILCKLWCKHHFHKACVSEWLVLNSKCPMCKRD
CRCKPDHTSTSSTPSISNHFF*                                                          
>Pbla_Phybl2_142106                                                             
MRSDILVYSSVSFITFIVAFVVSLRSFIESDTWNTVNECYSTADIDTMNVVVRLLRESDQPPFRLFGQPDTVVCSSYLSA
FFGYIETQKLHVNMAVCVSIILGRAIIALFFDDLWPTESQHIYDRMLNFLLFKIIFIGAVMDPVWRHILRLSMWVGVLGF
MRIFSLLSRDRFDNLTTLAYTSPVQYYKIAGLLSVLFACSIAWYLGCFVFFPASITFLTLEFLPVVLDTVQVMTKYFAHL
LDQWRENGFESKRIISYYTELAADVLILGCTLLQYLQLLWMHGISFGLVDIVLLLNVRSVLKNLHSKLQIHPEIAAYNDD
CAICREKMKTAKKLACGHLFHLHCLHAWIQHHVSKPTCPTCRRPLSPLSNEQSSLGSSLLAHQMTSPVY*          
>Pbla_Phybl2_185889                                                             
MIIIRLLLLSLCFTCVHCGLFSSSNPYISATTAVLYSNSSTIEPLESSFGTLNFKQNIVPNYNLTIPNGNGLEGVLYNAG
LMCNSNDTNQPSLLQTQPKIALVLRGNCTFAEKAALVQANGASAMILYDNIPFEKDPYAGIMSIPVANLHITVYYVDIDV
GLELLQKLQQVGPVLVGSDGVSSERVIKVVLYPSIGGFPSAWEFTLIVVVALLALSFLTSVGMHWHLWRLRRRQRALFEA
GLLTIQPNQPAEKHLIDPSQLNLFPVRTIGPTGTTSGRRQSGESSRAARSIRSMYSTKSTRSIRSKFALTNAEVLATSGP
LPTTERVTEAQVVPKVSKSESGSESESGFEEGGAKKEKEKKPDGMTKEDKEQKGDVKNKEAAGDPENGCVICLDEFEPGD
NVRVLPCHHEYHCECIDPWLTIKSATCPLCKHDCSNDVPSLSSPAPPPLQYEPPTFYSYFFTRRAHTFNNTTSINTTDQT
FSRSFGPTISADRAEEYSRSWMARSLPRNMRRQIQRATQPQETIIELPTRMASAPPPLTTTAPALEAGRQIESDTSPSQP
TTSRPWYSFPRYRRS*                                                                
>Pbla_Phybl2_110566                                                             
MEEEEEEDDEDEDEAEEEVERQTIRSERTLTEPAPRTLHVWEADRQALECRRCARRFNFLVRRHHCRRCGLVVCDRCSGH
RIRLPFEHIIQDPVTDPSHQALIAMYPQRVCDACVRPIAKNIIPPLSRYEQSPVVASPMQRSKSAQSLMAECPVCGANFM
GVRQNEQEHHLQKCLNTGSPPVRLVRYVVYQLSSSSTQLDDECPICFEEFKTGDKIARMICLCSYHQHCLSDWLARGKGC
PVHYDGSSTAIQD*                                                                  
>Pbla_Phybl2_143650                                                             
MLSAHSHRLVATFYLLLLCAAGVLSQTIRNPAFWQEQFLRNVSNSDVLASSVNDTSRLASSQDFQTVYAGTDSIMTFRRA
IVSFEKCCLSSNLTLERLQSINYNSSLLNSTITQSKIALVERGGCNWTEKSEVARSLSLAYSLNVEAVIIYDNTSYPAGD
IEYTLTATVGTTFIQAYSGELVNERNISHMLDNNIVVGNRSLPLYFVPRLYGRALLNSYAKAFAKLTANETSYWMLAPVV
RAKEWTSSTSTNNSTASQPGTGVDSTPTGSHEQTLEEFKSIIIAAFILLRWWMKRSLANQLAQETQRREEIYRMEQLKKP
LPINVLNSFPVVKYKTGCVRDTSCSICLDDFEEDVHEIRILPCGHGFCVLCIGKYYYPKKKEDAEVMDISNDKNNLIVIG
SGEDEEEESETTNSYAALPAVVSTSTLPHTMQRDITPRTSIDEVVPIVPTIPTETANNRPGSPNLSKVPKEDKSLSDTVG
PGVTESSDTSSVVLDTNLLIKEEMSGFINSSNPVLLSTQHEDSSRPVMSDVEERTIQQTPIDIVGDSTSHAVQHEATKLD
TEETKNTLTHKHD*                                                                  
>Pbla_Phybl2_6403                                                               
IRLIPDLGLTSRSFVFEVIERTLHPGNIIRLGRYSEKTPASEKVSFKSKVVSRCHAELWVEDGKVFIRDAGSSSGTFLNR
IRLSSPSTSTAGAHEMKDGDIIQLGVDYKGGTESMYRAVKMRLEVNREWQSRANQFSRTAFQHLQQRLIAPGTATTMLEC
CICMYAIAPFQALFITPCSHVYHYRCIRPILNQNPPGFSCPLCRTYSDLDANV                           
>Pbla_Phybl2_61229                                                              
MHWLVLALFPLLIHAQASDENPFLWQVTVQYDIIKSNITQSYVVDTSQKLHSLDFQTVYPLNDYFGHNERLVMDMGDACT
NTTLDDLEHRNGNTPTSPSMMSQPSIGLVQRGGRCSSWREKINTVQALSSAYRLQITAVLIYDNVSYNDTVIQSDPTTTT
DYPVWDPATLPPERNVSQMSENDLDLKTTFLAVYFVPFSYGARLLQSLESIFSDQAIKQQYIQVTTFLGETSFVTEGVAT
TNTTSNPHDDSNRDDIWSLFSGTRSYIIYIVVAIAVLILGVFFIRFFIVNRIRRQSGSVTRQLEESPQVTLAIIPIGSET
ERPPGTTISEKKLEKMSPIQAYSNEKLSNPEDTLCIICLDDFTDLSSVRTLPCGHIFCVPCIDRWLTKKSGVCPVCKFDC
AKATDHIKDEEEEEEESSEETKTSCPTPLQ*                                                 
>Pbla_Phybl2_177405                                                             
MIEGRGPMGVIQNINLGYGILHLYRDPSEIKPFDPPTDSPSTTDTTTILCTLAVPSYMATSDFLQFVAPVDPYVSHYRIV
RDSSPNRYMVVMKFRDSKAAQDYYKQYNGRPFNSMEPEICHVVYLKSVEINSVLIPPHTFPFLHDTLEYERQIKENDDDD
EDKVELPTCPVCLERMDDTVTGLLTILCQHTFHCSCLSKWGDSSCPVCRYSQKPVLGMDLVLGSGEGVNIPLEDEDNTCM
VCGSNESLWICLICGHVGCGRYQEAHAYDHYTETGHLYALEIETQRVWDYVGDGYVHRLIQNMIDGKIVELPSATAGPTP
RQPEQSQDKLEAMSVEYAHLLTSQLDSQRIYYEDHLDQVTSQLSCLTLQVKGLITDMQAMQKEKEQQAQCALEATRALAE



ARKDKDRAERKLESFREKLDIAKREWQEEKEMTNSLLQNNALLKTDLDQNRQSVKELTDQVRDLMFFLEARDKVQQDPDM
GGGSLSTRVRRNTNKNKSSKQG*                                                         
>Pbla_Phybl2_124621                                                             
MENPHQDPNYNEAWHRGQLSPEQLAGLDTEHLERYKLHQEYLEEHKGHDSRHELMAFILLFALFAFQFLILYWKKKHFSS
FQLVSLVCLYTFPVLFGIYDGWYRFLTVWTIFSALNGFVIHKATRKPLEAMTPRMVYKWYTVLHNTSFVIGLIGYFLILA
VFCGLAALFTEGPGVMQTGILMLSYGLYFGVLGRDFVEICTDRMAATIGYYSKDGLPQKHLSAHICAVCGQPTSDDTGTL
VDPPQRAVFADDPVHQLACQHVFHEKCIRGWCLIGKRDICPYCKEKVDLKQFKKNPWDTQQQLYLNLLDGVRYLVVWQPI
IFGAVQLFYYILGLD*                                                                
>Pbla_Phybl2_64723                                                              
MALLNFFDHGTLRILVLCLVLPCVLMQSIENPTFWQQPIVYNISDVNDPGQIIEKESLVARSDDFQVLYPGNDPRAPVMA
QRILFDFSYSCLSTNISFDSIQKLNNNTLTSLPIRSVPKIAMIQRGHCGWSEKISVLQKFSEASDLNVKAILIYDNITYD
GTPTYALHGNEHHEQNDSSKPLPAERNVYKMADNNIQEGELRIPIYFAPNKYGVDIKAHLEFLNSNNTKNIRKFIQLTPF
FGPVPWTMDRNASNNFGTALLSTHGYLAYIVALASAFFIGRLRLLYIFFILLLNTCIVILRWWRFRKLRTSDQNISPNDS
ENEYANHTQNRQETHPLAVEIVNGLPIKLYTAGIVKNTNCAICLEDFEEDKHELRILPCHHGFCVMCIDQWLTQKSTFCP
ICKWDCEPSDCNSDDDDQDEEDLGTVEVLGNTMPHEAIEMRAINNRA*                                
>Pbla_Phybl2_186934                                                             
MSDVNNNSMGPVLPADDEARAVFHEIKEVVVDKLHELNHEDNVHGLHEMDQLKRISSFKLVEYAVEEVAYGFNYFGKIDL
GDEKFIHVRAHKYHDGRVEFYSILTTPETAIWTREEPLVLSHRYQPSTSTHSSGSSASSTRPALPQILTHSPSNAVHLSR
STARTSRRVRSHWVTHFTHSWRRSSRTSKLYLASSLTLVALQVIACAGVLAFSWNMYCDRPVRIFLTVHLLRLSLSSPIT
IYLHFDPRQTPQCPSQMERGEAYPMAEQGSSTGQVPNVQIPPEILPENGLGSWVDRIKGSLDFFAVLWFVVGNYMIFSST
TCVETATPLYYLALAVIIYGYIILAVPIILCTSVIFCLPCVLGFCINTIPVGMRLLHVSDGVKMGGSSVEEISTIPIYRF
KSSKKPTVVRPPKLPGLLPVQTMTIDPVLGERNSIQVKSPPGWLDKLWLYIGLVEEPLSKDSPEQVYDVLEIPDEKDQVC
AICLSMYEDGDILCKLWCTHHFHKACVYEWLALNYRCPMCKQDSRGKKSSTVSE*                         
>Pbla_Phybl2_99811                                                              
VRIVPNIEDASRCVVFDIVDREFQPGTSIKIGRFTDRHTSSHMSFKSKVVSRAHCEIWSEVDGKLYIKDTRSSSGTFLNH
IRLSSANHESRPTQIQDGDIVQLGIDYQGGQEEIYRSVRMRFELNRSRNPRPMSYTITAFNNLQNTSNADASIEECCICL
CAMAPFQALFISPCAHSYHYKCIRPLLKSHPGFQCPICRTYSDLE                                   
>Pbla_Phybl2_80024                                                              
MATQFSEPPVETAFHSTSSSPPHGSLRRSLHIPQGATSLISRRFSRTSGVRQSSEPVDIFAVDDHQQPPQQIPQLPTLHV
RIVPSIENPNRCMIFDIVDRVLEAGTIIKLGRFAERAMAENHLSFKSKVVSRSHCEIRMEHDGKLYVRDTRSSSGTFLNH
VRLSPANQESKNTEIKDGDIVQLGVDYQGGLDEIYRSVKMRFEVNHTQNQTNSYSVSAFTNLRNFTSPPRHMCSSNPGHG
TSNLSAGVAACAAACVASTGGSGCTDTAASGSAVSCTQQQVMATTMSADDFYPEESVEVEECCICLYAIAPFQALFVAPC
AHSYHYKCIRPLLKSYPGFQCPICRTYSDLEASVAIEAEEVIEKYHTRSPMAISPPLQSSIPLPQAQSLLLSTNPGPVSP
SPVIAQPLETVSAANSTDRSLDRPHGQPIEQSDEELELPPFEDTVELTPQETIAVAHPIAVTESALLDPLSTFVPSPALS
RTQSARDTDAVDFEGAIRPPLPLPTGTTGTEVVREEDEEYEEASQGNSARRATEALSPSLSPSSSPPASSSIPDRRTTNL
MEKIRMAFSEKRKPTVSGRSEGRNSRARSATGYSNVNEDEEMMDGGLSDDPYSPTSSSPSPPSSPGGFQRSLSVITHTLS
RQSTTHNNTLANIEEEERPEDRNNRQWNSSDPSAWMYCA*                                        
>Pbla_Phybl2_187559                                                             
MLTAALSTVTASRLIPSTDSNANSHHTESSTRSTNGSNSNSDNGSKDVSPPSIRLVPHLNSPRSLVFGVIERDVANGTVL
KIGRFTDKYISQTRITFKSKVVSRGHAEIWSDNNKFYIRDTKSSSGTFLNQARLSPPNQESRAFQLSDGDVVQLGVDYQG
GAEEIYRCVKMRVELNRNKQQKRNAYSLNTFQTLRNLTTPPNNVSVLDAAMGFGDGDASNTHIDECCICLYAIAPLQALF
VAPCSHTFHYKCVRPLLSNHPGFQCPLCRSYADLDDSVAIEASEVLEMLKKDRPVKPDVIEQEVPLTEIGDIGNFGSSLR
LTTTLTDNTHPVTSLNSNSHELTSVHEESNGLEDHVL*                                          
>Pbla_Phybl2_64026                                                              
MASYFDDLNIKHNDRKKPRYDANLDDFMAPSGSSHVQPVESMQQMLQTATFFDQFRQQMANQGNADQEQFLDNIVSQLLE
ESQSEAKGPPPASQRFIANLPTVNKRSLDKEETCIICKDILYTSSTKVTRMPCGHHFDEDCLVPWLSLHHTCPLCRHKVE
SEQVAKEEEEEESRGWMYGTTVMAYGITLSIMKPLLAFRSLYHYNLFLKNTYY*                          
>Pbla_Phybl2_172440                                                             
MIYSRLFILAILSCTACASILLVDSNITYNDRIAAFGPRLLGGVEDGPGLQGNLLPPILEKDRYGCEVIEPPTTEWIAFV
ERGECSFIDKVRAMQASGALAVVVGDRHFNGWITMYAPGDTSDVRVPSVFVAQHQYQILLMLTDKQHPLRIELLKDDMLT
WPLLDMLLVVVLSPAVMMLSIYITWRLRQRQFRKQELAPSDIVTKLPLRTFRREKSIDVDHEECAICLEDYIDEDTLRTL
PCRHEFHAGCVDAWLTSHKKFCPICKYDICKRAPGGSNEQTPLLGA*                                 
>Pbla_Phybl2_66828                                                              
MRILWFGLGSLSYVVVIQAIRVVATNTTYADRMAAFGPRLSESGKLGFLVEPSQDPTGCIVVEPPCTDWVALLQRGGCSF
ITKVRNMQKSGAIAVAVGDPNHQTGWITMYAPGITSDVVIPSVFLAQKEYRALLYLSRMVDTPMMVLLQLDEIITWPLLD
MLMILFVSPSIIMIFIYISYRLRQRKAHYIDMAPIEVVARLPIKLFNREKICENEAEDCAICLEDYLPDEVLRILPCRHH
FHASCVDAWLTTQKKFCPICKRDITFSTNEVTPLLMV*                                          
>Pbla_Phybl2_172510                                                             
MVRVPKLVFAKNQTDIPSDNQIMRLDVSMPSIMKLLGRPSIVNMDFIFLGDGVIKLGNPKTKIEDVGYVGFKTKGLDKFH
AEISLENRKFRIRDTASVLGTYLNGMRLSKEREESKWFNLEDGDEITLGYSQKSILKPCNHISMTFEELNKNGSYIPTKK
KMVNPETLPLAEDFGDLMFPECCICLEDIKYRQALLVPSCSHTLHYDCARQLIATDPGYFCPVCRSFSHLSITNFLTPKQ
AHDTLCSAIL*                                                                     



>Pbla_Phybl2_172511                                                             
MYVSKYLLLFLLFFLTLVLCSSMANIIDINKRGGAYLRILSQDTPEGTKGPAFVDREFENIDHIIIGSGTTKEVEGEYVT
IPGVTVSEFHARIFFLNGSMYIHDVGSQYGTFLNGRRLSLSYHRSSTHLIINGDKLQFGRKMADAKQNTIIGTNAIVELK
TYVKLNKFEFQTYCELRKISPPSEAQTLQSLMSDCAICLNAIAPLQSLFVAPCSHSFHFSCSKPLLDTYPEFECPVCRIC
TDVRVYTSSDVNTLANNFKMTNIN*                                                       
>Pbla_Phybl2_182919                                                             
MSSEGSSENPNIQLANYSQPTTFTVDTASRNSLAEAEQDFQDPININIHKRQKIDHPNDGQPVQDSNEFATECSLCQKNW
TNSGPHIIVSLKCGHLFGKSCISQYIRAGICKSNVKGTRSMCPTCGEPAKKHHIQNIWPSKVIPHDPKELNRLKQEINVL
QEIISFQEEELALSTKTYQRACKVLSQYKLPIPQNNEPVNPEKDDLKIDKIQDSRLFAPWSSSSLSPNRNSCRVMAMDSR
DRILVASLKHPTKGYGIHKTSLLDPLSTDFTPIHDGLIRDIVYSAKRGQILTTSIDKTLKISSALNNCVLQTYNLDCAGW
SCDFDSVDPNILYCGLSNDTVMVYDIRNTKESLFRLRNSEITGGAQIHSLHTCVIEGRSTILCANSLKAYMWQSESTESN
TEDDYICSLLNLGTEGYTSFSLSIDLSRQELLLSSRKHGSTQHIVASWDKSKKLFTSEWSIQSDISQKTLARTSCIQRGS
QDPAVCYSDEKSGMLYIEDKDHEILTIPVGGQIMDIKYSKIDGEEILAGLTDDSLHLFKYQ*                  
>Pbla_Phybl2_188848                                                             
MESINQHSIQPESSNSTSNVDDKISSSKNTTLEEDDDESMACAICSENWTGQGSHCLASLECGHLFGQSCIFQWIVSQRL
RRGDGKSTCPICMNPFRKSSVRVIRPTRIAVHDETDILELKRELQAAQQKSFELARDLEKSVLAINMCKREFTKRNISHT
ILDGKIHKPTCYLIVFNTNSTTYDTDTVEETLNYPTNETTPVKLDTTLDTVPDVQNVIPAEPLDNELDTESVTESEVSVV
ISDDLEIIDLDESSVIVVDDYSTFEADEHDGLGSHLSDGLEYRSLEEYSNIILTGPEEVVRSYRPICTLRLPQEIQSART
MALMPCASLAVVGMKHNMHGHGIQKVNLADGSLTEFIPNHTNSIRDIKCSSYGRAFILSTGLDKTLVLSSIYDNTVVERF
QLEAPGWSCNFDDSRFNIIYCGLSNGVIVVYDILNPQQLLYRLRQDQNIGPIHSLYTVSIENQYRIMCSSVSGSVGWSID
KANEQPPVCRPLIDTDIIRGYRPYSLFYQPYGGICLLSSRNRHETYHIVGTITNELEIEPQWSFISTFPQHNMARTTIIS
EGHRWPIVAFANETNKQIVLRNREGLVQVLEPWSPVMDIKHCLFRGNPLLAALTLDTFELYSYY*               
>Pbla_Phybl2_151414                                                             
MQLFLLYLSYFLAIFIQNVLAFGTGPHISQDSVWLSSDVDSLSTASDVSLSTNRYEIVHAAENAVLPPEDGLEGILYDSG
LSCNVGPVTAAEENFPKAPLIALVQSGGCSLSTKIKITQKHGTVAVIFYATSHKDDSIFAKKKNMGIPKNSGITIPVFFV
NPKIGRELHGLLENSMKSPPKVINGKTLTLAIRVHMFPTPTEKLPTAELVLIIAVAVCGAIMCTFAGILFYLWRRRVARN
PGSGEEIGVGEVLPMGKELLHPSEVKQLLTRTIIMTPATSHQSGSGSYDDSSSLLSNEENPCAICLEGMVGGDVVRQLPC
KHEYHTHCIDPWLTSKSGECPLCKANCVDALKDINGDTRGTRRERFKQKYF*                            
>Pbla_Phybl2_189155                                                             
MESTSLTTPAPVPAPVPVPVPAITPTPISLTVPVPATATTSTSTTTSISTSISTSTSTSASVSAIVVSVVVLIVGQHETC
DKPLDLFLIVFVVRAGVVWPFDVRQRIKSALNTQVENSEHVSKDWADRAKYLLDLFSILWFIVGNYFLFTSDNCSTDAPR
LYYTILVWTIFGYLIVLIPTLLCISAIFCLPSVLHVMRLLHLYGIDGLNQGATDTEIQDMITLRYRTSEDGSDTHQAEKS
IDKRRRWFSRLGFGQRKQIQDTEVVYDTITFSQQQQQEGEALCAVCLADYEDNDLICKLWCSHHFHKDCVQQWLKLNRKC
PMCKQDFQGKNLSQDED*                                                              
>Pbla_Phybl2_152076                                                             
MRLGQPLHSTRSMNTTHHESIHASSTLDLQRSWELDRDVADCRQCHRPFHFLLRRHHCRSCGHVVCDRCSSRRIRLSPQT
MIEDPTIPTLHYASIAQQPQRVCDSCAESLDRQRRTRRMERSISRQSRMAECPMCGVGLLHHSLAEQEHHVAECLDKGSP
PVRRPRYLVHQLSNDSPQLGEECPICFEDFVAGDAVARMVCLCSYHAHCLSEWLERGKGCPLHDHDSLASF*        
>Pbla_Phybl2_189344                                                             
MYAPNCGLSLATNGTGMKIETYYSKAVSYAGMASFLAILQIFSLIHQMEFTPTPSSVTNVSYWTIVMQAIMDGYLCLLHL
TAGIVVDAVFIPFAATAFFNFVLVSVFGMRYLLVIWRIQRPEVVRTTRPRPQPAPRVEEEIEGETPPAVPANATPVREER
SSPTYDVGTLYCKLYISLLVGLFLFYHTATSSAFVQNIVIAIVGLAFYSFWIPQSIRSISRGCRRPLSPKYVVGMSISRL
AIPLYFYGCPENVLAHKTTPWIWALVVYMAFQVLILFLQDLLGPRFFVPERFLPQTYNYHPILATEDEETLQGEEEAGGS
SGTHSRDCAICMLPIESAPSTSTGLGVLGRAQYMVTPCHHMFHTDCLEKWMRIKLECPVCRAYLPAC*            
>Pbla_Phybl2_6306                                                               
IGRFSDRANISHGVSFKSKVVSRAHAQMWTENSKVFISDMNSSSGTYLNHVRIGTPGTRSNAHEVSNGDIVQLGMDFQEG
VEPMYRAVKMRVEINPPSTAPISQYNLDAFEQLQQRLIQTIPSQSDSDNIQECCICLYAIAPLQALFVSPCSHVYHYRCI
RPIIVQNYPAFACPICRGYYDLESSV                                                      
>Pbla_Phybl2_152838                                                             
MRLILLISFLTVAKASISVLNSNTTCADHSAAFGPPIQDEGLIGFLMEPSHDPFGCTPTTQPTTDWVALLQRGGCSFITK
VRAMQISGAVAVVVGDPESSTWITMYAPGDTSDIKIPSVFVSKREYRALVYLTQRVNPLLVRLEWDGFISWPMLDVLLLV
VLSPSIMMLFVYCTWKIRRFQKQKQDLAPAHIVSGLTLRVFSKRKTLENEPEDCSICLEDYALGDALRVLPCHHDFHASC
VDAWLTTRKKFCPICKRDVTGANTDEATPLLMEASPLV*                                         
>Mcir_Mucci2_104849                                                             
MDLRNTVLHQKDYKSGIVPFENLTAPDASGLEGTLYDRGYSCQLNASFNVRPPSVSFLPSKIALVKKGGGCNFYDKVYYS
ELDGAKGVIIYDDVPFRDDDTSGSMKIIRGNLTISMYYVDLNIGLELLSLLEYTSSQPINTTFDNSTTFQPAINLVMHPA
VGGFPSAWEFTLIIVVALLAISFLASVGMHWHLWRIRRRQRALFESGLLETAHIQQVQKRTIDPASLSLFPTRIIGDEPN
LELSRVESTRSTKALENAELLSSSIVIPIATPTTAATTSSNNARDNEFDDACVICLDEFALGDQVRKLPCGHEYHCEYPW
LTIKSASCPLCKHDCALDVPKTEADEDELEQAERRFSENTATAQLPPPPTSTPSPPPPSYHSFFSSLRSSHNGSPSSAFG
PTISADRAEEFSRSWMARSLPRNMRRQIHEAAQQAAAANRESVIELPARMTNNTPEQLTSVNIPVVEPSSTPPRTTTPSP
STSRWNRMRSTISSFGRR*                                                             
>Mcir_Mucci2_77161                                                              



MAASTANDAADAPSPRTIAATIAILALGSSSGISCSKPLQLYLIIFVVRVGLSLPLSIYQHLFTPRGQRRNSRRGNARRR
RQRRRRQQADNRQDTSPTPATAETSETVLATDTTPHSQQDVGNNQHDEEDGEGQHQNQNRPASLISGWTDRVKSLLDLFA
ILWFIVGNYLIFSPSDCPATAAPYYYTILTWILLGYLILLIPLLACAAVIFCLPCVLVALRTFSINVTNVMVGGTKEEIA
KIPVFKYKASSPNPTTDDTAQASDSANDANTNTFTTTTTAAAAKKPSFIRRIMKRPSYHNTPDQQKQHAHLDTITIPRAE
DAVCSICLGEYETDELICKLWQVVHSIYPCAMCQHHYHKDCVHEWLALNSKCPLCKRDFRGKDYVDDSDESDTDDDEEEQ
Y*                                                                              
>Mcir_Mucci2_159332                                                             
MHGLDIICAICLAELALSDMPLQVLGCGHVFHKDCVEPWLNTSYNRCPVCKQGCSKEGKRPIYLSSQPAFESMINNLRIE
LSDALKQEHEELKESLKERTRLLEESLLERIRLIHANFDQERCQAEKAKQDWLHSYTQLQTIIVVLAAYVVFEACIETSF
GALVIFFVLVEGALLSTERNLQKLKDVVNNMEL*                                              
>Mcir_Mucci2_155132                                                             
MSSYFDELGINHAQSKKKTYDVDLDAFMNPDSGSILSPGSSRHGGDTTANVQQLIQAANFFNQFREQMQAGGDADQEQFL
DNLVSQLLEESQSNAKGPPPASKRFIDALPSVKQSTLDSEETCIICKDNLKSSEGTVTRMPCGHLFDRECIVPWLELHHT
CPMCRFEVETEEKAQEEEEEEQRGWMYG*                                                   
>Mcir_Mucci2_182792                                                             
MPRMKPIFTYSLAAVIIIWVMLGAITLPNATRWFRGSGYSIRQDIVSFHLNKSLTIQDAIEVKLAQKEFKDDVFLVDNTP
EVPQQGLQGILYNRGEACALHLPNASTFIFQGNMSKIALIEQSTNCYLVDKIMNAERDGAVAAIVYNNSTMSNRQLMGVI
PKSIRIPTYHVNYDTGIAMVHDLENIARSPPQEGDTPYMIRVDLLPSSKPALDHWQFALIIVGAMLVTSIISITALQCHM
WRMARERRQEENETLTLAEQQQLTADENYWRNIIGQPPRLMPQPRPTKQRLPQSLVDLLPTRIYRDKEVATEEKLCSSKS
ASSSSLDTAYEPSNCVICLEPFENGDTLRRLPCNHEYHRDCVDVWLTKKCGSCPLCLHYIEIPTVPEEAHAQDQYAADQD
YYGPDDLTSTWQSLSRDEEILLRQHPFSYNATPSSAASYTNPYPPA*                                 
>Mcir_Mucci2_78961                                                              
MKTMWCNLCSNVGKEPLVAIVNCGHVFDVDCIEEYFTTSLRCPICCQGTSSNDNTETSRWCRVFVSLKGDCSSSEFSKLK
DDLAQDAIVIDELRKKLTCSENQAKSAEGIRENLLRTCGENKVQLDAIKKELADAKAIHLEDVQKISTYVEQIMDLTLAK
KTHANEVDDLKKKNDTLARDLQSQRDKCTAMAKRNNYEKEYFDLKKSFDDVVAKQKIINSKYIEIAIADTSNPDAVRSHI
QGLEKQLSISRAKENKLFADVKTLAKKKADIFDDRHRIFLEKCKLSSERNRLIRENDQLREKLGCTTAKQASSEWEEYAS
NHTAKDKDIQKQLKIAKKNASKWIAENQTLQQDLKASEEKIKTLEGSLNSITAEKVALQKAINETSNKNQVYQGSSTSAS
TTGWSTPFGEDLIFFR*                                                               
>Mcir_Mucci2_132299                                                             
IGRFSDRNAQADRLSFKSKVVSRNHAELWTEAGKVFIRDIGSSSGTFLNRIRLSPPSHISQPHEVKDGDAIQLGVDYQGG
LEPIYRAVRIRVELNRQIQNANSPFTRTAFQQLRSHLIGTNIPFSADIQECCICLYAIAPFQALFLAPCSHIFHFKCLRP
IVFQNYPGFSCPLCRSYFDLEASV                                                        
>Mcir_Mucci2_138363                                                             
MKFGKQLETEAEGIPSEWRPYLIQYKALKKLITKVAEEIESRGLSTSLLHECLEEDGGLSTVNDEEDESIPKIKYYFTAA
TAADDDASANDKGADQHDETTLDDHEQHQQEERILIKSPAVKRQRRSSTVTLVKELLTLTLEEKDRIKDAEEKEDQETKE
VQEKHEKHIKTLVVELEQDDEFFKMLMEELQQAAMLQDVTTQKFQHDISDLETRMTKVAAPTQKTDMYNWRKIFSIYMDA
QIFQGNAESDRTFRSVERAKKQMTWFVEQLGKSNLLNKLKSKESKSAFEQFVALNTELITMKHYQMLNQTAMRKILKKHD
KRSGLTASQSFPEIVSTDALFSPKLAKMLYSTITTKLTTIIPQPEDYACPVCMSVAWRPIRLACSHVFCVRCLIKAQKKK
MDSCPLCRHPTAVRSATALNLDEGLQNFLKLYFPQEIKEKKRENEREQAIEDVQAMTGKKYTEEQLMRMSQNRSDSKCNI
M*                                                                              
>Mcir_Mucci2_34024                                                              
MPNHKGPPVTSIALTAKKGEHQYAILRILSDTNAITETKSVQDVILCTYSIPFHISIPEFLEFVAPTDSFVCHYRVFRDT
SSDTYSVLLKFRDPYSANSYYKQYNDRLFSSMEPEKCQVVYVESIEFNADTISPSTIPFTQQVDLEQDDSLSTCPVCLEP
MDERSTGLLTILCQHTFHCHCLSKWGDGSCPVCRYSQKPHRSIETESAHTTNQMLPIRDPNDENECATCHATEHLWVCLI
CGNIGCGRYENAHAYEHYRQTDHLYSLEIETQRVWDYAGDGYVHRLIQNAVDGKLVELPSTTEDSNVSASQVNGRIVRAL
PALCEIQEKLEAISLEYNYLLTSQLDSQQIHYESQMEQVAAQLSDMRSKTRSLLAEADQIQAENQRLEAENLEKEKQIVE
FTKGKEKADKKLECWKEKCESTKAVWLEEKEVSPSTGWISNDPTLSNRICALLDDKFTKAIKELSDQVRDLMFFLEAREK
VQGHPELEGGSVETRTPQPRSKRGKGKRS*                                                  
>Mcir_Mucci2_188962                                                             
MQDSGAIAVIVGDRHFNGWVTMYAPGDTSDVHIPSVFVAQHQYKALLQLFDSQTPVAVRLSGDDLLTWPLLDMLLVVVLS
PAVMMLFIYLTWQLRQRQRRKNDIAPTNFVAKLPTYVFRREKIVDIEHTECAICLEDYVEGDQLRTLPCKHEFHAKCVDA
WLTSHKKFCPICKFDICQKTETSKSNNSSIPPSERTPLLNA*                                      
>Mcir_Mucci2_108313                                                             
MHLTSYSILLISSAWSLMLGHVESSLFSYSQTSITQGKQLSTLLISHLTNPSFNRYNNFTPVFYNTNIVSASNLTQPNEM
GLKGVLYNQDTTDCGSEPLRDYSLPSALPRIALVNQRNDNHCNATLVDSIIKAQVQGAIGAVVYGPDILQNNAEQQSLMV
PSGTNITITVYFVGLHVGDELFHKIMLYKNVPPSSLGAALSVKPYVRLLLLPSSAGGINAWEVTLLIVSILLVTSFLASV
VMHWHIWRKRKRQQYLIEQGLIPTPVEMLPMGKHIFEEAQLEALFPKQTMTDDGSSHRSSSEDQPVCVICLDNIQIGSLI
RRLPCEHEYHCKCIGLYRMHTLKFSSTLLINALQIHG*                                          
>Mcir_Mucci2_36429                                                              
VAVGIAMLVTARGESCDQPLQTFIIVYMVRTVISCPFYIGQHFERAEERLPELNACCRLRSLVDLFAVLWFIVGNYLLFS
SKTCSALAPRLYYTSLAYVLIGYLVVIVPILLCTSAIFCLPCVMCKLIFFIERNPKLISSSHNAMCCICLAEYEDQDLLC
RLWCGHHFHKSCLTEWLALNKKCPLCKQDFRGKEYQEDSQDEDEPDDDGSLEMQQLHTATTHAHRS*             



>Mcir_Mucci2_109007                                                             
MRWLYPLLLGSSIISLVHASLLVIATNETYADRIASFGPRLSTNGKVGYLVEPLADPTGCKKVEAPCLDWVALVRRGGCS
FITKVRNMQESGAIAVAVGDPEHQSGWITMYAPGRCDTSDITIPSVFLAKNEYRALLYLSKIVDTPMMILLQLDDFITWP
LLDILMIIFVSPSVMMIFIYISWQLRQRRRKQQEVAPIDVVSRLLMKQFLTEKVKENEAEECAICLEDYINGEELRVLPC
KHDFHTFCVDAWLTTQKKFCPICKRDITFITEKSSHPQQQNNQQTPLLIEP*                            
>Mcir_Mucci2_183749                                                             
MDISQPNSQGTLIQSTSNMATSQDFQGIHIDSNPRNAPDRIIFNFGESCTSSNITIDTIRQLNHNSINATSIEYAQKIAL
VKRGNCNWSEKLTVVNNLALANNINITAMFIYDNDTHNNDNNITIARKPVVGSGSIGPPGYSTPLPADRSVLNMTDNDLG
MTSPSTTVVYFVPNVYGTTFVDRINQSYNASVPNMRTFWLITPYLEEVSWGYAGGDSFFSTGKGYLSYIIALAAIFLIGV
IFLRWWRIRRMRADYPNGFTGFQGGGLHMQPRTTHLDPLPVDIVNALPIDKYSPDLIKNINCAICLEDFVPGKNDIRILP
CGHGFCVLCIDPWLTQKSTMCPICKWDCLPTDLRRERNQQQHEEEQQRQQEQQQEHPSEAATEDHDHAHATTIDMSNSGP
SSSVTPPQAEHVENATRTTGSIIPPPILPASSPPPSPRISDRKVAPADEENPFEQGESAPHVPAHHLNMFDQANDESEKP
KLNPFDGSSSNISEAQTHHSAAESSTPAHISVEIEDEKKPTSKDQKN*                                
>Mcir_Mucci2_162084                                                             
MDLQTTIGREDLPQMLQRFLSFFDPDNSQQKRASDSEIAALDRRVLDRHDPAKLPCNHEFHSECILHWLRLNSSCPMCRQ
SISDHEQQQQQQQPVASTQNEPDLIIMRREMADRMYLENAPLHYMDDVD*                              
>Mcir_Mucci2_162470                                                             
MRSNPLWFMLLSISLVHASTHVTISNETFQDRSAAFGPRISSNGKIGFIVEPSQDPTGCSIVEPPCSDWIALVKRGGCSF
ITKVRYMQKSGAVAVVVGDPEHPGWITMYAPGDTSDVTIPSVFLAMKEYNKILHLSKLLDTPMMAVLQYDDIVTWPLIDI
LIIVVVSPCIMLMLIYISWKIRQGVQRRRELAPVSVVSKLTVKIFKLDEKEQEPDSCAICLEDYQSGNELRLLPCNHQFH
TQCVDAWLTTQRKLCPICKRDITCNDAGYTKNKDEVTPLLLLSSDAADNMV*                            
>Mcir_Mucci2_81082                                                              
MKHICSICLDEVAESLLMLTNCGHVFDTECLMPWLNASVNCPICRENVYGWDRFNHNPQQPYQRVYLSATSSDDRSNVTV
AQMQIKLSETLKELEALKTSYEELKQQIAQKDTLMEDLEKSNDMLRKQIMDLML*                         
>Mcir_Mucci2_109985                                                             
MKIICSICLQEIGRNDAVSLAVCGHVFDLTCILHCLQVSKKCPLCSQDVFGTTQEQQFIRMYFSTDNSDEKTISQLKFKI
NTLSEEVQKHQRQARNFTALEQLHTETKEELQRSRELITLLHEKYNNLRVELSMARVDLSKKN*                
>Mcir_Mucci2_142112                                                             
MRYLLVVWRIQRPESIRPSSPAPTAAANDDEGEDNNRRVPDTENLIPVANVRRPNTAEVPNPQRDITYLYYRLYAVLLLG
LFLFYQSVTRSAFVQNIIVGTLGFLFYSFWVPQIVRNVFRGCRHPLSHRYILVMSTTRLGIPLYFYGCPNNLIGHQSTPW
VYALVAYVAVQVMILFLQDAFGPRFFVPSRYLPQTYNYHPILSVDDEETSEDPMGKPHQPKDCAICMLPIDTSHHGHSGL
NVLSRTNYMITPCHHMFHTECLEKWMRIKLECPVCRAYLPAC*                                     
>Mcir_Mucci2_110152                                                             
MKKALIAVVCTCLASLVDAGIFLKEKDPLILQGAIWLYSNASAITQVAMDVPANRFIQTVAPLDNLPSPGIDGATGVLYN
RDDSCSPLTVQQPIPLPFYDADPKSSKVPKIALIKKQGGNCTLVQKILNAEYEGAIGAIVYDTLTNATHFEDRKAGVPPE
SGITIPAYYADHSVGLELYHQLEKMAGVPIHKMPVNDNSNLTTKITVRVSLMPADNIKPVAWEYTLLVMIVILGTSILFS
GKCAILLLMHIYMWKKNQRLHSVVERQRAPNNTEGLPMGKALLTVARLYEFPTRTIDSLPDEEERKKVETVLSDEKQREA
LMSTTAVSSAAMATTAKNERSFFGGKRKKLLRKPSLASVIIKIDAPVNNMCVVCLEAFKIGDEVRELPCHHEYHCICIDP
WLTSKSGECPLCKFDCSADSKSETVIDDPDGLIAASKVTGLRGVLLRPYLRFKANRRKRMGQVGDLPTTSTAAREGQAQP
SRQSTMITSTEAPSSPGLRAALRAVEASESAALQQQQQQEQQERPLSPAMEAQQMAYAAATTGGGENNDPHASAGSMMDE
PLTPLHPHERALAEQLPRASTDSRHTTHTVTLEEEETLPRPSMATQDYAPTIGTSASTYVPAADGGLLPDIDVSSISLCS
IDLDNIANEDEHHPH*                                                                
>Mcir_Mucci2_163275                                                             
MNQEGQDISFSHAWLEGKLTDEQISHLTPEQLENYNVQLAYNKEHKGHESQHELMAIILLFALFASQFLILWWKKKHYKS
YQAVSLGGLYLFPMLFGFYAGWYRFLVFWTLYSILNGFVIYKASRKPLEAMTPRMVYKWFTVVYNVSFVVGLVGYIIILI
AFFGIAELFNAGSEFIQIGILMLSYGLYFGVLGRDFVEICTDRMAATIGYYSEDGLPNKYLGEGICAVCGHATSVGHHAS
LTADPHQRPMFSDDPVHQLTCKHVFHEKCIRGWVMIGKKDICPYCKEKVDLKQFKRNPWDTQQQLYLNLLDGVRYLVVWQ
PIIFGAVQLSYYLFGLD*                                                              
>Mcir_Mucci2_81807                                                              
MKTICSICLDEVGDSLLVLTNCGHVFDRECAMACLDTSDTCPICRKYVYNSNLDPQQPFYRVYLSADNNDKSSGGTTKEW
EELLVKLKAANVRLSALETDLNNSRHDISIANQNYKNARQASKGYKSKLDATLKELEALKASSNKLKQQIKQKDASIEDL
QKSKTMLSRNQSNLEESNAILKQQIVRKNALAFHQYFQLTNKSNCSSCKKLRSPHDNDDEVHEWKSTPKNLDNLSRPQLK
QQYHDLQERYDCLAMVHAETTKANSGLTASAHVQMYIENLEAQLKESKTRQVQLKSLSKRNEMVEQLAKKLISAKQKQSK
LEADLKQMSDAKRVLYDQKVQIEGSLSRALEAILALQNQKKDSIRQSSELQTKLTEATDAKLSLQKRLKSAKKRAKQLQN
AKAKAQADNENIMNRMNLLAVECSSFEKAFRSYIANKNNGSSSDD*                                  
>Mcir_Mucci2_110918                                                             
MTSISGKRKTPDQEPQDDIIPTCTICLQGYSNRTFLRPCYHSFCFYCIRHWINIASSVCPICRQSIDSLVYNIDDDENTF
DEYYLKDKGNRKQHDPPLYKKKYTSPEERLRIERRNVYKGIMQPDRYPDPLPRHADFTVITPEYIPRTRIFLQNELKIIV
GVDAYDDFLQDHFVKILLIPHQQHLKSMFDDEHVIQSLSEWLDDDKQVATRLLNELVAYLKSGLSYKHFISSATYK*   
>Mcir_Mucci2_111179                                                             
MTICGSLLIGRAIIKVVFGELWPMESQHMYDRMLNFLLFKVIFIGAVMEPVWRHILRLSMWIGVLGFMRIFSLLSRDRLD
NLTTVAFVSLRKYYKITVFLSTILFSNIIWYLGSLYLFPTSLAFLTLEFLPVVLDTIQVLIKYATHLMDQWRENGFESKR



LINYYTELSADVLILACTLLQYLQLMWMHGISFGLVDIVLFLNVRSVLKNLHSKVIIYRERWRAMSYVRDRYVDASAEEL
SNHNDDCAICRERMKTAKKLACGHLFHLHCLHSWIQHHVSKPTCPTCRRSLSPPSPK*                      
>Mcir_Mucci2_184520                                                             
MSSETRQSRPRYWCHICNAEMPIYMAPDPTCQRCNEQFIEEASLHSDDDPREFLAGAADQHSTSPNATDHDHARMPFSSS
HYFEINPTTGRLNPVSGGGNSGEVGDDIFQFFTPTPAAAAARNNNSTTEEERDRLPAADGGPPSPFGNMLQNLLSNMLGQ
NPDAGTPNNDTEGEHDHHHHDGRPMVFFGNMVDGNVRFQSVPAGETMPDGLPNIGATLAAAAAAAAAANPDERNQDGDGT
NPGTRNTNEDRRGNHIANLLQFLSDMTGGAFDGGIVGNPNDYVFSQTALDNIITQLMEQNGGHAPPPAPEQVIESLQKRP
LTDKEKSQEADCAVCKDQFESQEQVIELPCEHIFHDECIKPWLKLNSTCPVCRHSVLPDQQEQDSNNNSNAGNNSGPNDN
TPSDATREEINRSAADDNNNTSSGGNGGRTPASGFTWTSAGNGNNQPQAASWPLNLSVAFPWAEMGRQGNNTASSNTANN
NNSTTTSTSNPSSNNANQNNSNPHIDEDLDLDLD*                                             
>Mcir_Mucci2_16520                                                              
KVHIKLVPNVGMTNRCFVFDVVDRELESGGSVLKLGRYSDRTVVSDRLSFKSKVVSRYHAEIWLSDQDGKIYIRDSGSSS
GTFVNHIRLAAANTESATPHQVVDGDLIQLGVDYKGGLEPMYRAVRMRLEVDRREWQEPASNTYNLAAFQQLKNQINTAA
ASTSAEEVQECCICLYCIAPFQALFIAPCSHIYHYRCLRPLLTQNYPGFSCPLCRTYSNLEASV                
>Mcir_Mucci2_112203                                                             
MSFKKNHLRIVPHLDTSHSLVFDIIERDLLSNTVLKIGRFTDRFFNMDRITFKSKVVSRGHAEIWVENDKFYIKDTKSSS
GTFVNRARLSPPSHESKPHQLHNGDIVQLGVDYQGGVEEIYRCVKMKIEINQPAFGKSPSAFGLNSFKSLRNISNAANGS
DTVDECCICLYAIAPFQALFVAPCSHSFHFKCCYPLLQNYPGFNCPLCRSYADLNANVAIDTDEVVQMLKSQQIENNTTH
NIPSSSANFTIDKVDDISHVHLENLALSDNDDIVS*                                            
>Mcir_Mucci2_84667                                                              
MADFICLAMASQYTENNSNQEANNTSFRRSLGSSTLFGRRSSRSAASATTAMNTPSGTRPTSDSSIIAPEHQTTHIRIVP
SIENPSRSLVFSIIERDLEAGRIIKIGRFTDRSSIQNHISFKSKVVSRSHCEIWLNSDGKVQLKDTKSSSGTFVNHVRLS
PANTESRPVEIRDGDLVQLGVDYQGGYEEIYRSVKMRFEVNRPNQPRPVSYSMSAFNNLRNLTSLPSHTDQPQQQQQQQQ
QQLTTSPLSSSLCHEQNVEVEECCICLYALAPFQALFVAPCSHSYHFKCIRPLFDSYPGFQCPICRTYSDLDASVAIEAE
EVIEKFGLRKSSTSGVATSPVIAAAAASVNAADVVSTSDEDEQDSNDVVDDERHVSSSSSVQPTNVISCAMISPTPEPPL
STTLVACTTSLSGIISSPTSSSNVPILENQASRDFNAGDHRATIIFEDDNNVIQQQQQQQQQHQAAHHRSGSGTATAATN
TNRQSNNLVEKIKMAFSNDKRHKSKQRTHSSGSASSDDDIMERSETFYDMPCPTSSSSSPPSSPRSTALQPILSRQSTHY
NPLNGILEEASQSAIEGGSSS*                                                          
>Mcir_Mucci2_132392                                                             
EKEILGCKHYQRKCKLQANCCQKIVTCRFCHDDVEDHNIVRNETKNMLCMLCMTLQPAAQDCSKCGERVARYYCDKCKLW
DDDPKKAIYHCDDCGICRQGNGLGKDFFHCKKCNICLNITMKDHKCIERNLESDCPICGEYMFTSTSTVIFMPCGHCIHK
HCYTAYIQTSYQCPTCLKSLGDMSEYFNRLDKDLERQPMPAEYEKFISHIFCNDCEEKTPAKYHFFYHKC          
>Mcir_Mucci2_113411                                                             
METSSGGNLSIQTQSTQDSEDSNTCVICSEAWKRSGSHCAVSLACGHMFGKKCIERWIQDRSKRYGAKGVNCPMCMKPAR
QTELRHVMPSRIAARDTGASDRLKSELEKKKGKLKAEEKSLDQSRLALAVINNQIKSRERNLKYKQVSDNALTTPSPSDT
KPDTPIPTVADIPTSQQNDDTEDTRRLQSYRISFSHRLSENRNVSRVMAIDAANQVSYISFKSTESESGVIHLSPQHPAS
TSYIPIHAGLIKDVRYSNNGLLMTTSLDKSVKFTSTTSNQVTDTISLPLPGWSCCFDSNNDYKVACGLSDSTVRVYDRRH
TTTCLQELCSPHVSKSPLHSLFFKSVGNESRIYCSNLNQTFIWDMPPSCTVLKLDNYAGYNPYSLSDHGDQQVLLSSRNK
ATTKHQLLDISSKNSDVPTIVATFNSAAPQKGFARTYAYLPQDSLQSPVICYGDEVSGTLNLSRKNQVFQHFNIHSCPLD
IKLFDAERLAFLTDNRFFLLKPVYTTH*                                                    
>Mcir_Mucci2_148078                                                             
MRLAVYGCVSSILAIGVVLSAMHQRSNFYAACIYLSKSSACMMILLNMGLIISVLFGKALQAVFFGRLRAIEVEHLYERS
WYAVTETCLAMTIFREEFDLQFIVVFTTLLFLKIFHWLCQDRVEFMEQSPANRVTFHVRMINLLALLLLIDSLLANHAIH
VTLTKGPNMMIMFGFEYTILICSILSTIGKYILNVIDMRTEQTWEGKSMYVFYLDLVTDFFKLITYLVFFLYICLNYQLP
LHIIRDVYVTFRSFIQKCRDLYRYRRATRNMNELYPNATAEDLSRSSDSTCIICREEMQIQNLDQPKKLPCGHIFHFHCL
RSWLERQQTCPTW*                                                                  
>Mcir_Mucci2_19663                                                              
EGCQVCLDSYQSEDYVRVLECHHGFHKDCIDKWLTEGQNRCPLCRGVPIPSD                            
>Mcir_Mucci2_114507                                                             
MEAEFATNTEDCLECFLCANPFLQTTTIAECGHRFCCKCIQEALAKDPACPKCQKPADIKNLAADARLDNVIAYVDMLKN
ELLTHPLTPLTLSLRQQRPQMTSHSDNTAGETAEEYQLEETSSDIIPSAEEIEESFSRKRKLAGTEDTQTTVNEEDDFEG
EFNDSLLESATQEAKRFKPSESTVAAQQQQQQPKLTDDDEKKRLLNPKNMLDDMWSFPQDDNHATTQSQSQGNESGAMAS
VSGNSESEATQTEQQSAAEDSALAAEPMSQSTQSAVINKASKDFIPDTAYSDSEDNADSSDMWQCSNCQFENRVHMQTCA
FCRFFRNHNAIILLPLAEASQEPLAASTAAPPAAPKEPYKMTVAGDEQDAPMDGTFTVPKTRQRASSTSRKEVHIIYTGL
TAADEKKLDKIKEEADLTLKIVIHYQMRDFADVTHVITSVDKKHLCKRTLKYLQGVLKGKWIVDPQWVIDSTKSKKWQAE
DKYEVQGDHLTGKTHAPKLARQSQQEEPLFHDMKFYLFGDFTGKHNKNDLLILCKAGGAKILNRKPPGHAARSKQALDPQ
EPIVIYCADQQKKKKPVWLNQCQVRDPQWIIDCISKYKVE*                                       
>Mcir_Mucci2_114705                                                             
MGRPTKPRVKGNMQPASSSRAAELAGSGHSLSFENLGGFAQFVGTPATSGIINSRPATPSSSDGHESAALPDLDPELVVI
LKKVSKRDSVTKLKALEELEAYLQSNKHAVGHILHNWVTMYSKLVLEVDRRVRLVANQVHALITANAKKKLAPLLKEFIG
PWLLSMNDQSKDIVRVAQNAFESVFAVDKRLGVISFCQKEILDYVTDMLLYKTAETLSDARYVSKEDMLSKYARVVASCF
QVASYLITTLSIEERAKCQAEYDVILDDTTMWKKFATHNNPVIRKALYMFIKTLLLSWIDVVEPRLELICPQFYASVFVE



KDTATHSDMWDALLLMTKKLPNSWIIIGKKKPALPKLYNFLRNGLNGSVSIAYPSMLALLANLPDELKHSPNFYKDVFDN
FWKGFSAEYIDKTNSHIFLNAYAECIVYFAITLSKSNDEESTKSAIALIEGTFWDMIKVYFLNSRDSKINDKLDVNSYAI
IAKHLVVLASVDSVKNCMKALWTHLDELLVQTVVDCGSVATRAPLDMDVFCQKTGGFLAALSSEVKAANNPKHADLTAYT
NDLAKRLLLASVESSIAHKDKSFGLLILSNQLVNTYPVQDTKGLVYATEQSLNLLETGPENTSASLASYYVTLISKLDDA
SESIKLWNTLMSTLSSMFSKDESALRSAMTLVLVLEQIHAEKIVLDASYQSDALDKMVEDAALVRLNEAAIIVPRPVLEG
IVSWSLRLHLSYGILSDDRANAIIKTLESNLVAFNRYQYIEKTTLALPEPAIQVLKSTLSTLNILQKVAEDKEHAVALTQ
LSDQMVCQVFDAMFVTAKTPHEEEEQAKAEDNEALSLQISQRAAVVWNSLASAALADNAPLQSTLIQRVKRSITDIQYSA
SPSDSVRRISTLLAVVPSSAMADILGTEQDWKTLASVPLGQHTNEYLTLGLVDVYASLSVEPLVDDLGELRPVTYDIYGL
CSFARFALFLGEYLSDAQARRAFFADGDRDWVIRQLMIVCIACEQGFLAPDVCRLWEIKAIEGVRVFVQSASQVFNDWLA
ESLAEVDNVSSWNSCLVEAIQTKSAPGQGRLAKFIAQLMLSQEANHPALSAQLLQRVLQRLVILLNWQTADAEKWLPLVK
AESEALDLLSKVSILTSFKGILGSTDAFKHYQSDLSSKLSGISSQEQLDYDVEDPDLKKKKNWSLLALLNASSLKLGSFD
IPRQRLMYLIQGIRPLLSDQDTDFSSDQHKARVQAQLAQLLKHLAESVQDVSGSHWSFFLQCCYGWVTLADTTQPEELLV
AYHALDLLHTLYSLSGDASNDELQDAVQDMMPALSKSLLQLMANEEKYLQQQKRDEHPQARLVYQTLLSDLLEHIPEKTL
IDSDCFDNLNALIRTPNDVLQKRAYLLLKKYIAHRVQDLSVKLEFTETSEEETHADIDSAIFDVILNPPDLSGWQSVGIE
EHTIHEALGYLLTWMLMFDHFTDITFKLKQEYTAQLKDREAVSHLMPILCKILSVGQQQGSKSFDLAPWSIVEYDTDGFD
STSEMSFLVLASHLYYRALTHIPSLVRLWWIDCKYRQLTIGVETYTEKYFSQQLISNEMDLVNRPDIKSQLQENDDNEFT
VKTLKAAGEVTATYRVDEQNMQIAIKMPSNFPLRQIDVEGVQKVGVNDKQWRGWMFAVAAVIGSQNGNIVDALTVFKRNV
NLHFNGVEDCTICYSIISIQDRSIPTKQCRTCKNKFHSSCLYKWFRSSDTASCPLCRTVF*                   
>Mcir_Mucci2_157462                                                             
MLKNKFGETAYDVAAAAGEAYLCQVLERHEMQCGLINTPLDFHVTIPVLLLEVVADNSSYINLFGKPITKWYHHDRVIQN
RSKVALPNTSWFWLSDWTIDYTFPDLSYDGWSSSSSLEDTESSAGWIKKRRWIRIMKKVIEISTEEEDDLRDQSISNTTT
NSNSSSDSEDTHSLDLSRHSTTSATLESKTCTSVSTTMTKAQSIFIGCSTLPQPLLQEQMSADNIHQIIPVEQVEAEQQQ
QQQQDNTLLSWESNDQALDCRRCHRWFNFITRRHHCRKCGQVICDRCSANRALLPSHQIIQPPHASHLDQEQCAQQPQRI
CDTCVDTVVCEISRNTKRRASSIMSECPVCSRQLGDMHTEEQEDHVQACLSKDASKINAGGIRYVVYKLTPSSTLIGQEC
VICFEEFESGDTITRLNCMCSYHGHCIGSWFAKGKECPIHSQ*                                     
>Mcir_Mucci2_116144                                                             
MTNDTAIVALPCGHCFGEQCIEECLVSGVRKCPLCQKSFRSSQVFQLYLPLEEDCERSYKQKYDELAKKTGDLTNHYQVL
KDLCDMTASNAPIISRVNDLVNQLAIHQEELKGGKATIDKESSQAVNPTPESKQKKKGKLCKFFAGMKL*          
>Mcir_Mucci2_85584                                                              
MKVVCSICLEEMHEDSFWVALRSCGHVFDKACIDLLFREGYASKCPVCNAVFENSQRPPFHMIRIYPSKANGDESEEQAT
MINDLNEANQKVASLQSQLARTENTLDSSRQEHGIALSKLESTLNDIAQLKIDNERLRKSNNDYLSSIEKLKASYHIVAN
SLTRSSSSSQTPNGQLSFQDLFKVGKTVLNVVSSDPSNSFVNQTLQRDYSELKSKYKDVVNREKLAEMKVADLTARLQHS
EAAENSQDRHRLQKQLFDAAIEQNNLSNTVTNLNQEKLRLLGEKRAVEEKYSAMLSDHKKLQDAETVWITNNRHLQELVK
GSKEDLLKVKALNHDYATEMDGLKEEIKTLREKNKKYEDDKLQCADDIKRYEEKIKRYKEEIKMLSGRESQLMEKLAAAQ
QPWQLFL*                                                                        
>Mcir_Mucci2_85585                                                              
MRAACGICLEKFESSASPVALFRCGHVFDFVCIDHFLEVGSKCPTCSKIIDKTKKNHYLRIQLSDVDGSGSSKAVVRSEL
KKNLMESNHKVIALQTELSNTKDKLNQARTDHEKALTQVRDNKDMVKTITESLESLKTDCQQATDARDNCLMELKSVKLC
NQALINELKESQKSYTSVHKELQSLRSKKDRCSTCEKKPMNSNGSAQVLDSQADYRSKYLDLQKQHSDLLKKEQILEKKF
VELTVSTNGPNAVLHGIADQVPYRQQVNDSKARESRLLIDISRLKQSKDKMYKEKRAFQDKYNATNIQLKEMQVHKDSLL
AEIKVLQDKLKVSDESGALLQQVKQDWQDENRSTKEKLKVSLDNIKRLQELNQKYTSEILALRQKMIILEQMVEAFQENE
LFILVSKELDDSQSMLESAKITNNDLTSEIIALKEKLAIATRSWF*                                  
>Mcir_Mucci2_157588                                                             
MNNIKGRILLMFLVLYQSIVCHIVIVSSNDTHLDKPAAFGPRLTKQGVLGNLVLAPKESNHGCVPCQSQGKHWVAIVERG
GCSFVDKVRSLQASGAIAVIIGDRHYNGWITMYATDTDASDVTIPSVYVAQYQFLSLLQHLQDTQDASVIIRITKNELFT
WSLSDLLLFFAVLLPSSVLYALYLTWRVHQQRQQQRRQRRAASHQSKAPAELVYQLKTKAFHKENKDDEEEECIICLETY
QEGDTIRKLPCKHEFHSSCVDTWLITRKKYCPICKFDVCKQMYYQPNESTPLLLA*                        
>Rory_1463                                                                      
MTVKYAEDSIPNIKNTLFEKPSNNNNSGSSSSDEMKVHIRIVPNIDNSSRSLIFNVIERDLEVGKVIKIGRFTEKSYLEE
HVSFKSKVVSRFHCEIWLNNDGKLQIKDTKSSSGTFINHIRLSPANQESQAEELRDGDLIQLGVDYQGGIQEMYRSVKMK
LEINRRSVKQLSYSISAFHNLRNIITNKQLMTASSDIEECCICLYALAPFQALFVAPCSHSYHFKCIRPLFDSYPGFQCP
VCRTYSDLNASVAVEAEEIIQKFGLKRIAQDNHSCEESEILHSLQGQLTPNDPPLLSTLIAYTSDLSTPSLVTSDIEVSG
IAEHHDQFNPNTSTATTASEQKKKISRYNSTLIEKIKMAFSNERIRSTLSKKRVNSGGTSSGISEEIERSDNCFDCSLPN
HLIHNFSCQSTHPNNLNEIMEEIGSNSSH*                                                  
>Rory_1898                                                                      
MQHIIKGAPSATIKATENNRATLKLIYENENSTSLETISTNDTILCTHSIPLHISIPEFLAFITPVEPHVSHYRVIRPFS
SLDPETCQILYVEFIEMNTARSQTLFSLMNMEETCSVCLEPLDENKSGILTIFCQHTFHCHCLLKWRDGSCPVCRYSQKK
IATTATTEDAVTSSISKLDQEAEERTMGPGNDDENECAECKTKDNLWICLICGHVGCGRYQTAHAYEHFSATDHVYALEI
TSQRVWDYASDGYVHRLIQNVADGKLVELPDNNTTDQSSQVTTFCRC*                                
>Rory_2379                                                                      
MTDNDLTQSSIGVYFIPYAYGNTLKSKLNDTYNPSNPNIRTLWSITTYFLQDDSSDGFLGSIKGYLAYIIALAAIFLIGI
IFLRWWRIRRLREDYPNDLTGNNNIHLHQRASQVDPLPVDIVNALPIKQYEPGLTKNVNCAICLDDFLLGKNDVRVLPCA



HGFCVLCIDPWLTQKSTLCPICKWDCLPSEARQQREGANDESAHTVSIADSSISIVTQVHNDQATEQRDTTSHLTAGNSS
MNVIISLPDDNPSSSEHIRKPISPHTNNRDYNEGSSSTSTEEKERITTEANH*                           
>Rory_3068                                                                      
MTPRLVYKWYTVVYNASFVIGLVGYIIILGVFFGFAALFSAGPSVMQVGLLMLCYGLYFGVLGRDFVEICTDRMAATIGY
YSKDGLPNKYLGEGICAVCGYATSVAPGMIEKPMFEDDPVHQLTCKHVFHEKCIRGWVLVGKKDICPYCKEKVDLKEFKR
NPWDTQQQLYLSLLDGVRYLVVWQPFNFSIICLA*                                             
>Rory_3428                                                                      
MTSYFDELGITATQKKKIVDVDLDAFMNPTSASQHSNSVETNVQQLIQTANFFNQFREQMQTEGNIAQEEFLDNLVSQLL
EESQNDIKGPPPASKRFINALPNVRVLNDDDTCIICKDNLMQSSNAVTRMPCGHLFDKECIIPWLELHNTCPMCRYQVET
EEKVKEEEEEERQGWMYG*                                                             
>Rory_3446                                                                      
MPRNRSLSASNTSSSPALISRGFASIRRAHRRLSTSSPITPPLNNQESTYDQSQESESQSVNKPRIRLVPNVGLSSRSFV
FDIIDRELEPGVMYRIGRFSDRNSIEQRLSFKSKVVSRNHAELWTEQGKVFIRDIGSSSGTFVNRLRLSPPNHESQQQEV
KDGDIVQLGVDYQGGIESIYRAVRIRVEINRTEPQPTPFTRAAFQQLRSQIISTPAAAADTFNNDISRELTRTHDNTSDE
SPQPADIQECCICLYAIAPFQALFVAPCSHVFHFKCLRPIVFQNYPGFSCPLCRNYFDLEASVAVEVEDVLEVMNQNKKE
PTAAIDTVAEEEEDQQQQQQESSMQSTNETPGQVSVPKETSRTVSEITTTASTRQGETFLATTLVSPALLDDVMATSNST
SSTQ*                                                                           
>Rory_5252                                                                      
MVKRLVIDMGDACSNTTISAIQALNQNLVTSPSMMSQPSIALVRRGGRCSAWSEKLATVQSLSDSYRLQITAAVIYDDLS
YQDTTIIHENTDNASYPVWQSPEVPKDRNATWMTDENKLDLGTTFLAVYFVPYSYIDSLNKTYLQKNFEQSGNKQTFTQL
TFSLYENHFTTTNEDLGTSGSGDKDDYGNAEEDKPTFVIYSVAIIVAFILVVIVLRWCRAVRRTASDDIERLPDSNLLSN
DQQTTKHLISFLDLHQLCPMTSYGKASMTNSVCAICLDDFKDDFYVRVLPCHHGYCTACIDVWLTKKSSLCPICKSDCKN
FLAKEES*                                                                        
>Rory_5445                                                                      
MLTVTKISNETLLDHIAAFGPRISLNGKLGFLAESVTDPNGCNIVDPPCTDWIALVKRGGCSFVTKVRMMQKSGAVAVVV
GDSEKSGWITMFSSGDTSDIVIPSVFLAKNEYKRILHLLKLLKSPLMIVLQSNDDIVDWPITTDLFFIIILSPCIMLLFT
YILWKIRQFIRIRKQLASASAVSKLGIKIFNEKEEESCCAICLEDYEKGSELRLLPCNHQFHTFCVDAWLMTQRKLCPIC
KRDITLNVITIKLPKSIDNVL*                                                          
>Rory_5585                                                                      
MTVYCSIYVFATNTTYQTKSASFGPTLSNSDKVGYLLQPLEDPTGCQLVTTPFANWIALIKRGSCSVATKVRNMQQSGAV
AVAIGDLELKSSWFTMYTLAKNEYKTLLYLSELTDAPLMILLQRDQHMNWPLLDAMIIVFVSPSVMLVIIYIFRQLKQQM
HHDGLTETTLASLVLWQFTTQEEYGAESCCAICLEDYFKGEILRLLPCHHGYHAKCVDAWLLTKKGFVSG*         
>Rory_5916                                                                      
MASHYTEEPISNNRQFRQPTTNQAKVHIRIVPSIDNPSRSLIFNIIERDLEAGHVIKIGRFTDKSSLKNHISFKSKVVSR
SHCEIWLNNDGKVQLKDTKSSSGTFVNHVRLSPANQESRAAEIRDGDLIQLGVDYQGGYEEIYRSVKMRFEINRQSQTKQ
SSYSISAFNNLRNITSNKQQLTTSSDVEECCICLYALAPFQALFVAPCSHTYHFKCIRPLFDSYPGFQCPVCRTYSDLEA
SVAMETEEVIEKFGLKSSHDNHHLSSEEESEDEILHPLPSQVILSDPPLSTTLVACTNSLSGIMPQSAASDVEVLK*   
>Rory_7417                                                                      
MFLYDTRSMDNAAETSNRTRCLREDEKTNRCTAVEEPLGDEENSIHIRLIPNVGTTNRCFVFDVINRKLVAGGPSVKLGR
YSDRAVISNRLSFKSKVVSRYHAEIWAGEDKKLYIKDTCSSSGTFVNHVRLSPANSESTQPQEIVDGDLVQLGVDYKGGL
EPMYRAVKMRLEVNRREWRETCSNTYNLTAFQQLKNQLSDATKREDIQECCICLYCIAPFQALFIAPCSHVYHYRCLRPL
LQQNYPGFSCPLCRTYSNLEDSVAVEEEEVMHMLGLEEDGEEQPNEVRGGGHQREKTVFDEENQEI*             
>Rory_8293                                                                      
MSISDSRRRSLSGASALLTRRFTRQMNDSRRATVCAQLPKVHIRIVPNIDNPSRSLIFDIVDRELEHDCLSFKSKVVSRC
HCEIWVEQDGKLYIRDTKSSSGTFLNHVRLSPAGQESRSVEIHDGDLLQLGVDFQGGREEVYRSVKMKFELNRRHTRPLS
FSLTAFQNLRSLTTQVDAVHDDTKTTDECCICLYALAPFQALFVAPCSHSFHFKCIRPLFQSYPGFQCPLCRTYSDLEAN
VAIEQEEMGHDAVESNLQSSPLSSSPSFHDVHHIEQEEDTNINRYTTAVAIEMESVEDINENPNTNNSHQIIEGSSLIEN
ANHVSAAPRERKTSYILDKLKTVFFEKRKSNVISTISIKRRNKASRRERPISFPNFGMAGEPSMICRQPTT*        
>Rory_8406                                                                      
MTGGTLGEGLAGNPNDYVFSQTALDNIITQLMEQAGGGSAPPPAPEQVIESLPKRELTEKEKSQEADCAVCKDAFDVTEK
VIQLPCEHIFHDDCIKPWLKLNSTCPVCRKSVLPEQPAHTNEEERHDLDLD*                            
>Rory_11044                                                                     
MNVTAALVYDNQTYQDITIQTSLYQATVSFPTYSTPLPSYRSALNMSDNDLSQSSIGVYFIPYAYGNTLKSKLNDTYDSS
DSTIRTFWSITTYFPQDDSSSGFIGSIRGYFAYIVALAAVFVIGVIFLRWWKLRRLRLNNTNDPIGNNVIYLQQRVNQID
PLPVNIVNSLPVKQYEMGSTKNLNCAICLEDFTPEKGDVRMLPCGHGFCVLCIDPWLTQKSTLCPICKWDCLPPEIRQER
ETDNDSAYPIDMYETRYASSLVTQHDVHHADEHHDGPLSTAIEMNNLAHNQPEVEANSIPSDVSTCNSQAQEAAVLHSSD
VQCNENISSPHLEPKNEQKDEFSKEIHK*                                                   
>Rory_11060                                                                     
MTNVTNTSTGGNLSPFARMLAQVISEAVVASFRSGQIPLNTNHQSENNDDTTNRNTRQQLTMHLSPELFQQMEPDSDENS
FMRFMRLPVIVSNVASNENNRPSTHINTDTNTDNNNNNNSQEQSMTENNSGPIRFDNQTSTAEDNHGSQPSSVTISNNSE
SEVTRILMLPVFLYGIRSNHHLNVNNILSENLMEEQPPRRQSQRIRERLQREEEAGNSNVATAESQEEGSREPQQQQQQQ
QAQQPSSGQWTVYIISGNSVENIMSEHNPTYEELLDLASIIGPARRPTVSQEAIDNHVPIVKYTQQVKQSIIGNAEGCQV



CLNSYQSEEDVRILACHHGFHKECIDKWLTEGQNQCPLCRNVPVPTSSSS*                             
>Rory_11965                                                                     
MLKQLKRANVDSNSTKMYLLLPIDNWKNKGDHRLISLNCGHLFGESCIRRWVNERTEKYSSKQATCPICAKQIKLSQIRN
VQPVKLVVQDTSSIDKLTKELDAIKTQIKEQQNALELSKLALSLCQRDFTSEDEVDFTFDDLDEKDMDLREYAKQIITEK
ILAQEELEKKCNAENVQSFVDLHTEIQFCDQVLGRMEELLNVFQSDLGNISGEIQNLQEKSTFMNLKLKNRKTLESRLGK
ALQGMVIPPYMIK*                                                                  
>Rory_12427                                                                     
MPCKLSTSSVSRSLKKQATSGCPHIRLVPNLGPVDQNFVFDIIKRELKPGVSYRIGRFSEKNFIEPKLSFKSKVVSRNHA
ELWTEQGKVFLRDIGSSSGTFINHIRLSTPNQESERQELRDGDVIQLGTDYQGGLESCYRAVRIRIEINRQPSVYTRTAF
QNLAARLNASQAVVEECCICLYPMTPSQALFVAPCSHLFHFKCSRPVIFQSYPGFSCPLCRHYSDLEASVEVDDELQEIA
DGLVRHKPVLNMNASVPKL*                                                            
>Rory_13406                                                                     
MTYVCTICISDLNSNVSVALPCGHIFHKTCIEAWLTNDANQGHRTNCPLCKRPATKRSLLGPLFFSVDDNVEMEAFSSVE
DKLKIEELETKNRELQSSLDKQKQDIDRKTHMLNQIQEEFDKTRATEQKYVSTVRYLKQLKRVADIDDYLSQPTTQAYLA
ALSRLPRPDLIVALGGLKSKCVQLANQRDVALKKAEKAKSKEEELSEKVTGLLKKVEKLKNKDKNKSKTFNPTNYLKYSE
SSSSRNVIVLDSDDDSDSEFESIRPSQNNLLIDNNDLDEERIPISLGRPTGSTDEGAAHHSYGKRRGEDIIEPARKQSRA
*                                                                               
>Rory_14471                                                                     
MSVRIRLVPNVGSTNRCFVFDVVDRKLIAGGPSIKLGRYSDRTVISDRLSFKNTSSSSGTFVNHVRLTPANTESIQPHEL
VDGDLIQLGVDYKGGLEPMYRAVKMRLEVNRREWMGSYNLAAFQQLRHQLLNPTQSKEGIQECCICLYCIAPFQALFIAP
CSHVYHYRCLRPLLQQNYPGFSCPLCRTYSNLEDSVAVEEDEVLQMLGLDEEEGSGGGHQREKTVLDEENQEQPPIPIAQ
PPSFLRRQLSEEVLAMTLVGSPPNIMQDEV*                                                 
>Rory_15261                                                                     
MRIELNDNEKDYSSQQYKKVNEDVHVEECCICLYAIAPFQALFVAPCSHTFHYKCLRPLLANHPGFVCPLCRHYSDLDAN
VSVEVEET*                                                                       
>Rory_16931                                                                     
MSASSPSSIDALMTPAHDRRTVHMRIVPLIDNPNRCFLFGIIDHRLAYPTKIKIGRYSERKNETDVISFRTKVVSRSHCE
ISVEQDGKLYLRDTKSSSGTFLNHVRLSSSGEGSEPVEIHDGDLVQLGMDFQGGREEVYRAVKMRFELNRPAPNPALHQR
VTRQIRSDPPEDCCCICLCDPRPHQALFVSPCAHVFHFGCIRPLLKSYPGFQCPLCRTYSDLDQAPVPETAHDRKESQEV
DLATVDREAKEDVKRKRMTSFILEKMKTVFSEKKKSKTVFSKQVKARPRSFPNLSFL*                      
>Amac_AMAG_00353                                                                
MANHNPNQTSTPAAPAPAELIPASANADAAGPAASPRSPPPAYSEMTTDDAPRSPVAPPTQRLHDPAPASPALDRISIVS
RDALVPISDSGDAASLAHPTAAAAEASAAASVRRSPSVRTGTSTARRASGARTRPRRSRASVGTLFPAFSYHFPDRHHLT
VPLSKASHPNVQRAQANMASGNGVDDWFDAIQRSRKFATLVLMCELLQLAVPASSLVMAAPNNEFEQCPNLAILHGAIGL
RALVTALLIVYLLLVDLKLLRRVQATYDKCARCVDDGWIWWSSRDGRWSTMLVFLWAHYRFVQLASSGCNRSSALALGIV
EWIVLVYTIYLVPFLALVSITICLPSILGPSPTLTAMVLNQPLGSAPQPGLSADDIALLKKRVFVSEEAAAAAPAAASAP
TDATAVTVDDPETAGTLPLTLPDEDALCVICCDDYDEHDVLNVLPCEHHFHAECLKTWFGLAKLCPICKRNVEEMLHGVS
VAEAET*                                                                         
>Amac_AMAG_00354                                                                
MPTTRLHAPADDHDAGAMTALDVPLLLPSAPDTEPPPPPAPSGLHSQPSLRLPVLRTTSPSIATSTPADRVSLRSATPTA
RSLRRDLSVTAPHARERLPTTHRAEYLLAPLSTAAGVGAPSETAPLTQPLQPETRPHAATGASLGPGQGPGRPPSVRTTT
ARSMRSTVLLTNPQARTARRNMTAILMETWTRQSRGSHILLTLLTAINLAQALLPVGILAQSGPRAVNECPQLVAINVAV
CVRSFLLVVLLPYLFVASRAAPDDARHIPYLGACKQLDEFLRWTTAILFILANFWVFMAPRCDQAPVLVAGTIAWILLTY
LIYLFPLVLCLFLVFCLPCLLVVANRSGAQGLQRFNPLFQARRGAAGAGIGRAAAAAMAAASGNSRVPRELAESDWALLD
LCTFVPEGAVAAAAADVPVAAAHDSHDSACCRLIVVPDEEGYRDAEADEAAFVEVLEERRAQSAPAAVMGGSRAPSLSPD
VVAPTGEPDQSVARGNDAAVLPVADMDAPDTPTLPSIAHLLLDVHDHGAPQDPLTEPIRPSSLHPRAATPGTDPVPAAVP
APVTVLIPEGTRPLTLPDEDALCVICFEDYRQGDLICLLKCQHHYHVTPCLRQWFTLSTLCPICKRDVEEMLHPPA*   
>Amac_AMAG_01069                                                                
MLHPDARLGVVQYDPNHVVTQLEFPLFVVTTTAEANVSAPARPIAAVLYLPLDHGCELRQPILAPHLALLPYGDPSVPCP
PAVQAENAQANGAIAALFYLPPVTSLPQPLATNATIPLFQLAQFPDGRDLAARLASPFAVPDPHDPVRIDGLIAAGRVGM
GNMWHVTLVVVVVLLATALAVSVAMHVLVWRRRRVEGARRRRVRGMAVGVGDEEGMAGADVVDEAMLHMLPLREYAPPTS
TTAAVGRDAISEKPGAVVVTVPPAVVVSPDIAAGQEPTGMIEFPTSPNDSSPPRTPPLAPTDPPRSLLHTLFPLLPSTPS
TPLTTTCAICLEDLAPRTVVRELPCRHVFHPTCIDPWLTTRSAQCPLCKSRRAGGMTPEGDAQLAPGGGRGRDPTWARDT
RAAPSRMYTPVPGVPGVVDLQRAGRAEEEEVGMPRARVPVHGAAQRAEDG*                             
>Amac_AMAG_01083                                                                
MPPFTTNPAARRPQHLLRASRLGLFALFSVALTSLVCLSAWHQNQHFYSAGIYLSRSGASLLALINFGALATLGLGKVVQ
RFIFGPLRHVEVEHLYERSWVAVTELLLAMTVFRDEFDARFTFFFLVLLFLKAFHWITADRVDFMEHTPTAPFLSHLRLQ
SFMAALLAFDLYLVFVCMASYWQHGPSMMILFGFEYTILASTMVVTALKYILHAVDARWYDHQWEAKSVWVFYLDLVHDF
FKLVNYLTFLGVVLTTYGLPLHILRDLYLTLRSFLLKVRDLVRYRRATRNMDARYPSATAEDLARLSDRTCIICREDMYA
PGEPRPDDADEIVPPVPVPAAAANGGMGAGTPPAPFTATATHGTRRSQVPKKLPCGHVFHFGCLRSWLERQQSCPTCRRS
VLETDNAAGTTPAAAAAAGVPRAAPVRAAPAAAPAPAPAPPAAAAAPAPHVAAAARAGPAPAPGPGPAPHAVGAPVPPHA
APDLNGYLTDDDRPLLPRPTPTQPGPSSSSSSAPAPASTSWRRSLPRRSRAAIINDLADLLPEVSATPAAPELETIISAV



LAQIPPPPPPPQAQAVAVVAPRELSDEHLAALAAQARDRATLERQVEALAVVQGQIRDALNALNRVLAVLPPVAADVGAR
EVGAKVDSPAVVETEEELSALSSAEAVTRPSSAETVGETREGVVL*                                  
>Amac_AMAG_01451                                                                
MSDAGPPSPTASSSASSPPPGATSESNLRRQILMIQQDKSLPDSEKARRIQQLMSGNYAHRLPGTAVAGAAAKSGTGAKQ
IPVYNEVGQIRDEERAPMYHDEERHVFGCKHYMRSVKLQSHCCGKWVVCRFCHDEVSDHAIIRQKTKLMMCMRCFEVQPC
SQYCVNPACGVKVSRYYCNECKLWDDDPKKNIYHCFDCGICRIGKGLGQDYFHCKKCNVCMAIGLKDRHKCIERNLESDC
PICGEYMFTSTTTVIFMPCGHCIHHKCYQEHIQTSYTCPTCCKSLGNMAEYFARIDAAVAAHAMPPEYQDLVSLIFCNDC
EARSLARYHFMYHKCSAPVEAPAASPAGTPAPPNEPANGAAGAAPPPGPGAGAAAGVPIPGLFEGGAANAVAASPPPPAR
TCASYNTKVLQTFRRGSPEEAQVCRQFGLKPLPPVPAAGEGDGAGDMPAAE*                            
>Amac_AMAG_01875                                                                
MANHDPDQTNAPAAPAPAELIPVSADADAAGPAASSRSPPPAYSEMATDDAPRSPVAPPTQRLHDPAPASPALDRISIVL
RDVLVPVTDADAASLAHPTAAAAEASAAASVRRSPSVRTGTSTARRASGTRTRPRRSRASVASHPNVQRAQANMATGNGV
DDWFDSIRRSRKFATLVLMCELLQLAVPASSLVMAAPTNEFQQCPNLAILHGAIGLRALTTALLVAYLLLVDLKLLRRVQ
ATYDKCARLKSFLQWSTMLVFLWAHYRFVQLASSGCNRSSALALGIVEWIVLVYTIYLVPFLALVSITICLPSILGPSPM
LTAMVLNQPLGSAPQPGLSDDDIALLKKRVFVSEEAAAAAASAPADATTVAVDDAETAGTLPLTLPDEDALCVICCDDYD
ENDVLNVLPCEHHFHAECLKTWFGLAKLCPICKRNVEEMLHGVSATEAET*                             
>Amac_AMAG_01876                                                                
MPTRPHAPADHDDGTMMAALSVPLLLPPAQAPTLHDEPPPPPAPGGLHPQPPLQLPVLRTSSPSIATTAAADRVSLRSAA
PSARSLRRDPSVTAPRANERLPTTHRAEYLLAPLSTAAGAGAPSETASLTQPMRPETRPHVATGTSAPGLGLGRSPSVRT
APARSMRSTVLLTNPQARTARRNMTAILIDTWTRQSRGSHVLLALLTAINLAQALLPVGILAQSGPRAVNECPQLVAINV
AVCVRSFLLVVLLPYLFVASRAAPDDARHIPYLGACKQCCFTYDRLDEFLRWATAILFILANFWVFMAPRCDQAPVLVAG
TIAWILLTYLIYLFPLVLCLFLVFCLPCLLVVAHRSGARGLQRFNPLFQARRGAARAGIGRAAAAAMAAASGNAHVPREL
AESDWALLDLCTFVPEGAVAVAAADVPVAVAHDSHDSACCRVIVVPDDDEGHREVDADEAAFVDALEERRAQSAPAAVMG
GSRAPTPSPSPVLAPATAMLPAADMDAPDTPTLPSTAHLLLDMHDHGASKDPLTEPIRPSSLHPRAAAPGTDPVPAAVPA
PWTVLIPEGTRPLTLPSEDALCVICFEDYLAGDLVYQLKCQHSYHCVCLRQWFTLSTLCPICKQDVEAMLHPPA*     
>Amac_AMAG_02127                                                                
MARRRSGRFQWVEPDDPEVEVGAGAGADDVQHDRHAATATGAAAPAPRTPAMAALAAPTFSRADVPVALPPGAHPPYPIA
PMQPTNGPFLAAIPPVAAHDGNAPAAANALHLPGPDPAPPPPPPVPAVDGPIVLDDDDDDDDGGVDLTAASSDNDDNPAP
ADPVCASNDSLDGHILRPPPKPEQLDARANFDWEEATTCAICMCEWSDHGPHRIVSLACGHLFGRSCIVRWLTPQVRGER
KKCPKCNTIANRNDVRPLFPVAIVGVETEKLDELRTELNKERIAREELERRNNQLQMHLHMARAECIKLEKRLADLDREE
KRKKSRIAHDPPSAAPTWKTLDTLQIPIPGKYRLVSPTCDPDLLLMTHQSDHDDHSLLLYSVGANIPVVLPHAHTKLVRA
IVVPPTGATSLAATASMDATACLVQLRSQTIIARFALGAPGWSAAFHSSDPNYLFFGRANNTVRMFDVRWPAAPLRDLVD
PLGPRGGQFLHSVVHVGSSLITASMRSVVEWRHLDGPAAAPVCAEVVVPPDVPATAQCFAVERCHGRAGLFALAFRGGNM
PAKYVVANVPAAGGEASSAAAATDPAASLVVFPSPVMASNSPATLMTRFGMWAHGDHGAYLAAPNEAHRIIDLFDVDGAV
SKWDSCLDPKCAAPLLDTKPILLPDRVVLAGVNEQGQLHLFESSAE*                                 
>Amac_AMAG_02806                                                                
MGKDRTAQRLKGNAQPASSAKAQLATTTATGARTASPIPGGFIGFSAFADSFTSPATAASTTPPPTVASSLSADNLLALA
ADPAVPADLVVVFRKLAKREAITKVKALEELREYLAGGAGNFDVLLPLWPSVFNRLGIDVDKRVRALTFEIHASLVNFGK
KKVAPMLKDLITTWTLGRFDKDVEAQANSAFLSVFPPERHANVVKFCWETLMNDLSDLILVKTPETLSDPRFHTKEEMDQ
KYARVVYSSLCAAGYLLNFDTDIPLISSPNLTKHLKSPFAPIRRAMGMLTKSLLKTGAEVPWRMDLVKLVWDERVAAVTT
EWWEALLLLFKQTPAWAAEVAADKQFPKITKRLLAFITESAPAQPQVYPALTVFLSLFLSTIDLRAVWKALRDSSRLGKV
TVPAAPAYWLFVRDVLVLMRKHNDAGPTDAAMELVQGYLRKNEWTAAVMTTARAERDHGPGTRYGPRASRSILRRTWRLS
PPKRTVALLTALQAPDALASVAQDARQMLDKVADLAVAHQLTALVAHARKSHVEGIAPLTADHVQSAWAHCAECTTQALA
LLAPGDDAAIAWLAEQYAADARYQLHELLSHVPKAVSPALTRFVMDHLDAEHLPVLRVASQGLVDRDALFDQIVARDLVD
LPPLILAAGHVRSLRVAAWCLRRCNDEQWAQLGVDVDLTETVVDWLLDDTMSAVDWAGSFARAGKPYTALVDSRVVDRLA
HAPITTVRRGFLDVVEVDETQMVPMGLVAKLRDLLAREPDLGNPDSTEWLHLVALVAAVDNKPLPIASVSREVFAELLHD
HYDPARGAPTAAELAALVLIAQSARPTMATIMLLLDAATSTDAQRVLAAVLAGAKPDSAVLDTKCDEWMRRVLETHSVEH
LMLLNALEYVPHGIDDAALVDAAFEFLGAESMVLHVHVAMFLRRYPTDQAAQFAYAWLELNAVHPLATAMVEQVMELVVT
IEVGDDEREFITTRAVELWLEGRTTAASLSSYVAELQSGLFDEGRVCRFATRSRIFVVRGLTTVSPVYQLYEQLASPIRH
VQVAAFRILFRKIGLKVQELSLQLEINNYDELAKDIQLHANLVTLLADPTAKHSVHDEWTWLLAWALVFRHFASATLQLK
VFWMDTVKIDDLLSYLIDHLDVAKNLGLWDVTHIEPSGWLLVDDEDAEFHDRERELLCAYLYFQALVHTPALARAWWTEC
RDRQLCKAVDKYVSVVVTERLRCAAFAHSSFPQSHRVTTAHFSPLILDQELEALDMTVTDLSVKVQRSPSGAQVTAVYAI
EDAELALQVTLPSTYPLRNVEVSGGDRVAVSESKWRAWLLSCKSILAVQNASIADALAIFLRNIQLHLQGVAECAICYSI
VSLGDKSLPTKPCRTCKHKFHGSCLYKWFKSSPQSTCPLCRSMF*                                   
>Amac_AMAG_02930                                                                
MAHAESHAPAAVSRLNGRNAAPMQELLPRDGDPICDQGAPAMLPLPRPSFRTTRSRSDHLHQWPSTTSLAYSGPYSNGLL
NHSTTSTAATLTPPWAMRESQSARSSFASASAGLLRGGTQSQVDLTAPDTSTTGDSRTPMRPRSVSSLVPSMHSEWRDEL
GALPSAGPARHDAGGNVWGLAPLGSWLAGKLRAGSVPDMSSATSSMPLAVAYWRRARRGSALRSVPEPTTTLSEDWIHTS
LDSLTSAGSDEWAPPPERERRRDLDRVRAMDLETGASPRSPRSPRTPLIVAQSPRSLAVPRRFLHPISPRPGSSHALPQV
DGEVVGLTVAERISNSWESMSTLAKTGFGVRVAVLLLQVLNASLALSLTSQPPRAFAAVPGQSGAPDPSPAPGSSTPGNW
STLVVFHALCLTRAMLLFPNLLLDLLWPGSAEGVAPTDVERPSSTTGTFPPVGDSRVPFEEPLLPASGAGRPLWTQRLDH
GVTALFVLLFLLANYAILAEAASQDSRPALFYGTIAYLVYAYLTVLMPVLLLAATMFCMPCLNGIFFALGVTCDPVDALA



ELLGYASFTRGGDDSVLMGLSDVELATLVVAEYTSHPPPPPPASPPVQASAAALSSPRLSIVPVADSDPVSPTPKAAKSL
GRSSSRGSSMTARSAALRRPWWMRALAPRAATTAVRPEPTAPAPSAPPARPAWRVHVHDSDHAQCTICLTPYAGGEIVRV
LPGCGHHFHGACVDTWLGEHAPTCPLCQADLIPAVETAVAVRGAVPLPSPVGGVLWRVEQEEEGDGVGSV*         
>Amac_AMAG_03034                                                                
MADHAGAGSHAAQSNGAPAAEPAPTIRFIPYITDLHRGLNFPIVERKVPNGKVLKVKRFVEKGNVDFSDSIAFKSKVVSR
QHGEIWTQGRKFFFRDTKSSSGTFINNVRIAPANSESPPIELHDGDIIQLGVDYQGRTEDIFRCVRIRIEVNREPYRNTA
FRGQVVKALRAFAAATDTGDCCICLGPIAPFQALFIAPCCHTFHFKCSRPLLNTWPTFSCPLCRHYADLNASVSVENLSE
FNDLDAEVPASPTGPGAASPPPEALAHGSNEHIASPLPNAATANPPDEQHLGVGHATAGPTNHLLAPLQAQLHATSQQSV
TTSNGQSESGGASLGDVAGDVTGVAAAAADAVRPGSASNAALAPVGGAGHLTPRSLGAHSPTASHEDCGTPTSDKERGNM
TAVDGGAGSAGAAAVAVAAVPVAEGNAARHDQVGARDD*                                         
>Amac_AMAG_03247                                                                
MTLGGHPSRRSRCRTTSSTTTTRIIGTLHARLRVPAETSCIPLATAVRPPAKRPSVPAANNPPLDAAPFAMSQPVDFDPL
GALGNGGSSTDAPPVTVVPAAPAPNIITTLPAWTEPVVRGKPHPIYDNLLASSPPANATATTTSALELGTGHALPSPPAT
DLLAATTATAALTAASRNPFGSGATWPSAPTAWGRASSAGNPLVNPLMGIGGGSGNAAAAAVAAFASPSATAAPAPVVAN
TPSPVLQRTASQERAAAAQALVDKVFDHVVANKSLDLRNLLELNPDVSVNVVHPVSHMTPLLLAAARGFDAVVRVLLENG
AIVDMVDPENETALHKACFSGNVYVVDRLVQARANPNKADKHGWTPLHIAVAKGNKDVVALLLQRPGIKVNCANQAGTTP
LMTACAKGHLDLVHTLLDARSDPHLLNTTNETAYDLAALAMHVSVCHLLGHRFPDLVRHTRLRCVLEVQDRPPSGLIASL
RRARASSLPPPTYVENDDPAKKANALELVALPDGWAWMTEWQLVDNWHVLDPEMEIARDAAAAVVDANPALATAAAAGGS
LSRPLVRTWARVMRRQNSETGVPNATASAAAAAPRRTESSVGGDGDEGGYVARARAVVSRLPTMDDLLAQHAPGEPVRDA
FECYQEASQILLAGIQEDTDPQRQKDAKFLLIQYLELAERLPESQRLVPSASAASSHASLPRAFPSTDPTSDTDTPRLPP
PQPWQADAAASACHQCRSTFTVLRRRHHCRLCGKLYCGACSTERIDLARFYPADDVPRTLGHGPQRVCDTCYALLTAAER
TIAVSVRSVSSGGDSSYRALSETSPSPPPPVAVNPAIRHLSRTASVASSLGSLVECPACMRPLAGMPTQSARERHLSECL
AQPSAAAATAAAARYTIDIWGGGTGSGSRGGTPPSATVRAACAVPLPESDVESESDDEEEEEDTGMVDPTSAAPSTVASG
LVDPHTECLICYEPFLAGDQVARMSCLCVFHWDCLRAWFDKHGVPECPVHLLPTNAARQQGPLAE*              
>Amac_AMAG_03386                                                                
MASPFLRLASSSAAMSTSTIDDPSDWPPEYRDLATFDQALRCPMCGDLFTFEGNQTAMMVIKCGHNFCSLCIRHRISASD
TSCPVCREDVKEADLRPNRIVDDLVAAFSGCRSKILAVARQDPSMTRAQRASSEPADAPSPRSPRVDSAPPSNAPTRSLR
KRSRRTPVIALDGADDDDEAPANQGDDDDDDAFEPPPDHDNDPDFHPTSSSARSTEPCPVCHRRIHKDKLAHHVNACLDG
TASPPPRTAPAPPPAKRARPAEPMSRLPRVHYHTLKDTKVRALLQDAGLPTRGPRDKLIARHKAWVLLYNANVDADPARR
RSLADLRRQLNSEERARDAHAQDTAGMAGMSLQMHVQKYADQFEELVEAARKSRDAARAVGNVGDDGDDAAAGGEGVPAG
GEGAAGPGGENGPEEESSMDVDEPAPANMLDTRLD*                                            
>Amac_AMAG_03517                                                                
MLSPTGAGWQSAGNELDGNADEVALLTAANNDRSFRYRVDNNGASLIAPDNVAPAPTRPMVDHDDDGNDDVVIESEVRPE
LERNDNELFLFRETLWFHTRLPLPPATLDLNTFQCLESAVLADVTPRYKLYARPDSATMTDDELNQLIVADFAELEARDP
YAQRVKRVQHRAEHATYGEKVNDDGFAVSPVVVRRTLLKKLMLILNKDAYWRHDGDWPEEPGLNAHQDSYAAGRLLLVST
GGNLLKVWTSELNHSYPYEIHIYARVDQVNVALRTAFRSRTCATLSCAWSQTLETRAARTNRGSTSPDTLEAGDAAASTP
PGFQLELYDYQQRSLAWLLVLELSQRARNISVHRLTYATPGAQKAQFQACGQLGVADWVQLGPGGMFVNVSNCAIAADPS
VWRDRILPLSDIECCGALEVSRMGAGKTVMALALVAANPFRSVRDLPWTGIDRTQYLVSRATLVVVRSDLVAQWAAEAER
VVPEGAKIVSMATIRDYRGVSWNDVLLADVVIVSVAFLQNSNYQSRIAKLVKTRRGRYCLPRAAYEDPPEGAMLLGFPKR
WRHWRHAPNPDDYEHVNAQIDLYMADLHARGRAAFGTGTNCAILERVYWHRIVIDEIHELSHVQCAAGSPPTSTRVAETL
LFTLQARFRLGLTGTPPVTHVNSVAALAEAVGVRDVPTRAMDVQAWLTSHARRNHPDLHVPRVHYRTEWDEVVAVAGETA
TSVDEVAARVQGTRMERMGVLVARGRRQQVELAELLGRIRALIEVVPPEELADLPKNTGLALTADRRLMALDADVDSWLQ
RLITIPEGPGADAAVDHDPVTIPDVDVSQIKDLPADAVATARRIVRVCADLAETHAQLRSVAAQFRFMATVLAAIRDADA
QSCPVCIEDVPRGQPIIITRCGHVFCAACADAMLAQSVRVCAICRGDLAGAGATIRMVMQRDADRDGDVVMDDGDQDEDD
SGIDYAKYGSKIQALVRFVRRVVHIDATAKLILFSQFHQLTALMSQAFAEFGIGHAKFMGGHVIAKQRAIARFRHEPETK
VLFLSAEDSVSGLQLIEANHVVIVHPFLGASEAMARAYEMQGCARAIRAGQTREVTVTRFVTRGTVEEELTARRSDLRHG
EQLE*                                                                           
>Amac_AMAG_03743                                                                
MSDPTRAPATPTTTTTVRTATPTGPAAAAILYTNAGDSIPANNPAAFDLTSSFRIVLEVVTNQLLPSRPAHGPFGKDLFG
PNPPVGYFPLFSEPLPSSGGRTNAAGECGDATTDANETTEDDAFADPTDDPRLTTLIIDHYTMEEVPVPPPSLDGPAITV
HVDDHDAAHDRAAPTRRTSPTTRPRSESPTPRGRFEPTHQGTAQIACGILHLYRESPPPSPSSSRPAHTVIHTASTNLLC
ILAVPMYMTPADFLTWLGPIHAVHISHLRMIRDHLPHRYMVLARFRDAAGARACFTERNGRAFHAFEPQLCSIVKVTAVE
FAATAAPPVAFPHDVLLLGPAAAAATTTNHDAGTTATMGVGTAQTATGAVVDLHELPSCPVCLERMDAATTGILTILCQH
TFHCGCLRRWEGASCPVCRYMQPSAAVQLRASSRSPPLPMAAVSPSPGPAIRPPPPLQGERNAGPVPVAQRPDTVPPRAR
AAADSGVSEQGKGKEVARSAPAPTVPGESRLLRNLDECALEDLEQELAQLQLELAGENAGYWDENADLVSAADVDVPPTP
PSASRSTRDEQWHEGSADHDHDNDEQPSGNGTNHADGDDDAFSDVSATDNDQPAHSVPAADDQLAAPAAACRQCGSQDHL
WACLICGHIGCGRYAGGHARQHYARTAHLYAIDLATQRVWDYVRDTYVHRLIQNTADGKLVEVAPPPPPALAALAAASSA
AASSAGAASSSAVMPPPGYVLLSEADIHRINKEYTWLLQSQLDAQRQVLAVRAARLATCAQRLQDRATAARHVAGRMRKA
MDRIQRDLDDERALSSALQNTAQELRGDVQARDAKVADLEEQIRDLTFFIECREKIEKASVETQEELAGGQLVVQEAPAA
SGSSSRGGRGKGKGRMIGGKRRG*                                                        
>Amac_AMAG_04516                                                                
MPSQPHRRPPRRQPFRTFLALAAAAFTTLLLSTAAAARAQSLLLGPAADALVVVLPSNRSIAARAAAFGPRPPAPPPPPP



VPDPDVDDAALIAILASDAPPLAGYLVPVQRLTPDNTAHGCVPVPGPARGPGPWMPGPPADPVPNGLYDADVPPELAKWA
EQALSVPSLSPGMLDDTDETFPWIAVVERGTCAFIDKVRAMQRSGASAVIVGDNEPDGVGLLTMYAGGDTSDVHVPSVFV
PRAGYEALLLDAAGEAAPVAWIVAARPGADGTVPEWTVVDVILASVVAPLALLLCVYTLCRACIYVTPGGTGGSTSTARN
EPATPQRVLDALPTIAYNRAKARDDDPTSCVVCLDDFEDDQTLRVLPCSHPFHVACIDTWLTERKNVSSIRLPKAARMEE
TRDDDDDDSDSAPLLRVLRERARARAQARPRTRRNSTTNSGSAASATAAPVTPPFMIPQDGWHRPPTPIPAASGALPPVA
VSAPADLARGNPGGAVPVALSPATPASLVWALAAHARADDDDDEESEEEEGSLGRTLHPGDGAVWDLVPQELREEDALRT
SESSDGGASETAGQSVQTETE*                                                          
>Amac_AMAG_04589                                                                
MPPVRPTSAATTRSTSPSTTTTSRPPSTSRALDLSQRIAELAADVPRTNARAPSSASPRTAPPPSLTGHAILGVDPAPAT
LPRHAASAMHHVQGGGVCTTVPIRVSDEAMALWERHMIDAKHRSDLPLASKGLRDLRLPGVLVLDHQLRAAKDLMLTKIG
RYPEIFADANDTMILAHLFLEQLLAPLTLFMAALPGKLTKKYQVLPTPDTAHDFPVSLRAVLDENLDQAPLTLQTARRFF
NATVRLCQHLTHMTHYLRRFDQHLTSFASTIETLEEEHALYMQVVSQHSVAVDRIQVLTLSRYVDTRVPMPTRSVETSTD
DPRSNPLLTQWTPMAARCSNCCSPCHTDPTDPSDITARFHGLLCADCANVLTAVTITAATDTANDSESRGASALVTFRGT
RLRVSVLDAGGASSPKTLNADDVGPHVSFAPDTDAPVVATPAPAPGPVLAVTTTTAATHRKSVSGPPTAVARPTTATSTR
KPTAATAPAGGSNSTLAKCKFTSTAIGPNTPFPRVESRASQTTAAAADDAGKRGGERRKTAVAVVPFGGSVPGGKALAAA
TAAALAAQEAEDASAAQAAADARAAEDQVRRMQADLAAAETEVAHCREKLDVANHALHQLRSDQHALHALLATSQAALTS
LSAQNAELSATVVAVQRERDALLAAKTDLARHLDDQRRAHATLVTAHDEGKRELANARAQTCRAKEDAGAKDVLLKQVCA
EADRVQRTCRAHERHIAALEAQLEAAQASVQVLAKVSDVDTAGLSAAAGSMGADDADHVVEEVIAANNARIAALEGKNDE
LRQWRLREVALHRPATARVLRSHPALALAAGKGGGVHLSMHGVEPMAADRGTDPPGRAASGAARVLAASGSSVDRLYGKT
ARARASPPSSTTTSDIHQSDTPRTSRTRAQHSLPPAAAGAVPDDDDDDDDIIIIISPPASASPSSNARTATPASPTRRTR
ALHAAAPTPPPVAGPGEGRWNKRSREARRAAAAAAGEVDDDDDDEIELVAVRWRPPLAAAAATATTATPPAGQRAAYRDL
YRHMEEQNRLYEAATAVLVPPPRVLPRVGGPAGMHDPGTLIAHLSAVAPAAPVAPEAPPAGRRSECAVCMDAYTHPVSTM
CGHIFCRACLEVSLKRTKACPICRTTVKKNGYHPIFLP*                                         
>Amac_AMAG_05263                                                                
MPPFTTNPAARRPQHLFRASRLGLFALFSVALTSLVCLSAWHQNKHFYSAGIYLSRSGASLLALINFGALATLGLGKVVQ
RFIFGPLRHVEVEHLYERSWVAVTELLLAMTVFRDEFDARFTFFFLVLLFLKAFHWITADRVDFMEHTPTAPFLSHLRLQ
SFMAALLAVDLYLVFVCMASYWQHGPSMMILFGFEYTILASTMVVTALKYILHAVDARWYDHQWEAKSVWVFYLDLVHDF
FKLVNYLTFLGVVLTTYGLPLHILRDLYLTLRSFLLKVRDLVRYRRATRNMDARYPSATADDLARLSDRTCIICREDMYA
PGEPRPDEDGELPLVPPVPAAAANGVGAGTPPAPFTATATHGTRRSQVPKKLPCGHVFHFGCLRSWLERQQSCPTCRRSV
LETDNPVGTAPVAAAVAPAPPAAPVRAPPVAPPAPAPAAPPAAPAPVPAAAPTAAGAPAPPHAAVDPPEYLTDDDRPLLP
RPTLTQSGPSSSSASTSRRPSIPHRPRAAIINDLADLLPEVSATPVPPELETIIGAVLSHIPPPPPLPQQQQQQQQQQQQ
QQQQQQPVPTIAAPSELSDEHLAALAAQVRDRVTLERQVEALAFVQGRIVDAVNALNRVLTVLPPVAPSEVRVGEVGGKV
DGPVVGKQGEVAVARPSSAGAEGGSSSSSAEAAGGPSMAEALAETREDGAEVL*                          
>Amac_AMAG_05652                                                                
MRPRHPPHSPTPGPPRHYVTRAAVLRDVHRPTLHTTSPHVAVGGGSVLPVGRAPDLASGRARSSGSLAAAAATVLARDSA
ANLATNTAAPVPVDRTASTVRFSEDALFRGNESWTQLAVSSAVALVGGDGISTDSGVGKPGAATVPVARNTLGSSFSILA
EIPRQADASSSVVSQSDPGAASVATGREFGGGVVHITLDHASSTPVLTPATPESPPVHDQCPVILEEAVPATRGRSATLP
PPRQTTARSIPASPVPPAELAGSVLINHRPSVVDPAAVARASIADPPPPPVRGLHRFAVIVTKSFGHAMTAVPGPRAPAA
VNALVEKLSPRLLATEHIQRFNFVNDYTRLLRRHEDLMQKNLVNNNISTLDVDTRYIEPLSEDQLMTMVWNMYFFVYSLG
TKFVLAQPMQQAIKKCIESDESDAVKVGQLRDMFGKMSKSDRMNYKAVIGHCFRIATAATSDLIVFPMVTIFGSVLLPNL
ASSSDLVGLVAAPAPAPPPPPPAPAKPKSFLDAVRRGTFKDPALSTSQDLLCDPNSGDDVDDAVTDEDGTASILAAASAV
PDNVVAPMAELQAMRARIATVLCATLSPANGGNGDVEGLGAGNADAAVAALPREARAMLYVVENYEDVFGPWRDTHAHSR
DRGRHEKSRAACAHARALAPRARRLSARSLARLLLILLLQARVRSSIGSPPTHTHTRPARSPVPTDPAMSDAGPPSPTAS
SSASSPPPSSSAGANSESNLRRQILMIQQDKSLPDSEKARRIQQLMSGNYAHRLPGTAVAGAAAKSGTGAKQIPVYNEVG
QIRDEERAPMYHDEERHVFGCKHYMRSVKLQSHCCGKWVVCRFCHDEVSDHAIIRYASVGRVFGVRVPLDSDPVRALRTP
PHALTRPPFHAAPTRSQKTKLMMCMRCFEVQPCSQFCVNPACGVKVSRYYCNECKLWDDDPKKNIYHCFDCGICRIGKGL
GQDYFHCKKCNVCMAIGLKDRHKCIERNLESDCPICGEYMFTSTTTVIFMPCGHCIHHKCYQEHIQTSYTCPTCCKSLGN
MAEYFARIDAAVAAHAMPPEYQDLVSLIFCNDCEARSLARYHFMYHKCSAPVEAPVTAASTSPAGTPAPPPNEPANGATA
GVAAAPPPGPGAGAAAGVPIPGLFEGAGAGSASPPPPPTCASYNTKVLQTFRRGSPEEAQVCRQFGLKPLPPLPAAGEGE
GDMPAAE*                                                                        
>Amac_AMAG_06259                                                                
MNPLQPRDRDDAAAPLLASAGAGPSSPTLLPANTAPFEPSSPWLRAALTPFLAPNGPPPPPPPPPPGAGGAPRPGPPPGL
TPSSAPAAPPVPAPPPPPPPPPPPPPPPRRPRVNLTTSLLPTTNAPAAPVPGQEPDPDLGRAAAIAAARRRWAFWLLLCM
SIVAITIARGLGWLGQDDEDNNRTHRLDKLLAKLTNQTDALIAHPDGLHLETNEIWANVSSGGRETMAKWQADWGHDTPQ
QVHHRNRTGEYYGVLEPAHWGTPPTDVLGELNYTSPVRAILLVRNHVVTNASLAESTNATVAMIRLFLNEATDHSDPGFS
FVGYGVSYPNGAVYGVVTTNPTVDAYDVLGSIPTTDPRLRTAAVPALLDDLYELRNTVQSWLSGEKDPPPPPIPSDRATN
CTFFFHMQLEPIALTAEQLSKAEAEADDPIGAWVPAIPTFRPHLWIESPECGRAFSSVDMTGYDRRVLHEREEHLFAVLL
ITSIIKLWVTMNVMDRVHTIANMAKMSWVSLVLGFIVDSMYCLFLLTNGLLSGMEFPAYFIATFVEFMHLVFFQLRLVTK
VVHSQQLSWATTLDGIRMSRFMQFYILIFVLMAIIHQGYTRFPPLLAFIVFFLFSGPAFQAARSARVGSAPPIPALATAA
HVAMRLVLPAYFLACPANLYIPGNTHAFPWTPYCAGWLVLQLVVVTSQQYFRADWLVPTPLRAQRYQYSRVLDEDEQERV
ADQTECAICMMPLAEGGDGEDVGRTMVTPCMHIFHAACLGEWLGQHRLTCPTCRAPVPVP*                   
>Amac_AMAG_06544                                                                



MSNTVFIPDTSSSSGHDSGDESTVSLRANAVTVPSTKSSDPAPLSPPRFSATCGLCAGSLADPAAALTCGHVFHAACIEA
WYAVHPTCTLFHAVRLQQDGPTDRRLRRAGPRHATAQCRLTGHLDKDRQIVYTGATASTAPDPASAHIREFAHYAGALAK
HAERQAAVTTMHARLAKRRQTVQLARMRAHDRSLTVEAEHRREMQPVRDEIVAMRAQCDAVRRELARLDAEERAARDEHD
LAQRADTAALAVKQAFQAMTAAQREFDREVELARDRDLARAQQQQLLLLRDRRKPAVPVPPSSSPPPAAAAVWDLDEYMM
RGVDPVDEEDEDEEGVGVPLRAGTRVPVLLPAPGPSVPAKPALRFGKVNIAPLVGRRGAGGVGKGARAVKVKGQRTLDVY
FKK*                                                                            
>Amac_AMAG_06890                                                                
MSDPTRATTTPTPTTATTVRTATPTGPATAAIIYTNAGDSIPANDPAAFDLASSFRIVLQVVTNQLLPNRSAHGPFGKDL
FGPNPPVGYFPLYSDSPSSVDRTNAVDECGDAATDANGSTEDDAFADLTDDPRLTTLVIDHYTMEEVPIPPSSSDRPEIT
VQVDDHDAVNDHATPHRNPTTTRPRSESPTPRARFEPTHQGTAQIACGILHLYRESPPTSPSSPRPAHTVIHTASTNLLC
ILAVPMYMTPADFLTWLGPIHAAHISHLRMIRDHLPHRYMVLARFRDAAGARACFTERNGRAFHAFEPQLCSIVKVAAVE
FAATAAPPVAFPHDVLLLDPAAAAANATTATMGVGTAHVGSNGAVVDLHELPSCPVCLERMDAATTGILTILCQHTFHCG
CLRRWEGASCPVCRYMQPSAAVQLHASSRSPPLPTAVAAGVSPSSGPAIRSPPPRQGERSVRPTLAAPQPDATAPPRARA
AAGSVASEQAKGEEVARSTPAATGESRLLRNLDESALEDLEQELAQLQLELAGETTGYWDENADLVSAADMGVPPTPPSA
SRSAARDEHWHTGSSDHDHDDEHPAHGHNDNDDDAFSDVSATDDQPAHEAPPAEDDHLAAPAAACRQCGSQDHLWACLIC
GHIGCGRYAGGHARQHYARTAHLYAIDLATQRVWDYVRDTYVHRLIQNTADGKLVEVAPPPPPALAALAAASSAAASAGS
ASGSSSAVMPPPGYVLLSEADIHRINKEYTWLLQSQLDAQRQVLAVRAARLATCAQRLQDRATAARHVAGRMRKAMDRIQ
RDLDDERALSSALQATAHELRGEKIEKASVETQEELAGGQLVVQEAPAAASGSSSKGGRGKGKGRMVGGKRRG*      
>Amac_AMAG_07148                                                                
MPALPRSAAHTAMPPLIAAAARTATADPASSALPTRYLARRAPLPDGDGALRITDSPGSLIDPHTSVQVAKTGVTPNDNN
ASSSTSSDTSAVAVGSVVIYVLGALIAFVVLVYVLYWLLAFPLPWIRRWYQRHKSRRQLCRALSHSDKFPVFRFDPLAVR
PRTTARNGSDTGPTSTAVTRANSPCASLTATDAFVSVAVELSPVIATRRIGDDLVPVVRGAARDDETGAFVAVPLDGDDG
GAPVTALAADDDQAPLALAGALAMTPPPPIPRPAAAYAPMCTSPDVESTDAEVAHHAILIEYAAAAASDATSSCAGSSSR
ISSTASSRSSSCSSSMCSGSRPVSPQQRDARIVAVPLDQDEDPLPRSAADGGGEQDGFVSTTSLTCSICLEDYALNDTIR
ELPCHHDFHAKCVQPWLERALTDRVIACPVCRASWPLSSLTQDLHRTPTGTSSSTRARLRRWRHRTLSGLGTTSSNAPSA
AAAAAPTTVTPPRAHHRLRRAVTATIDPSHHPRGHHHGLHRHGTTGAHIRSGTAASDTARRSAAHPRTLRGWAAVWNRNR
ARSGETTRDVVWSRSAATSPVSGGVIARGNEYAPLAPTTVQPQTTVVFAEVLPAPEPAHLGDE*                
>Amac_AMAG_07438                                                                
MTTSNSMLQLLFSSAAGDDPAAASSSDDETCGRPSKRRTIRKRGQGVPDMDPLDLPMPSAPVDRTWADDDEHLAFMAQVE
DVQRILAADEHGGSEDDAEVVEKKSKKRKKGKEGKKSRKEGKRERRRRTAGVSEGVEPALDDPSLMSLMFATGLVSAYHA
APTATAPRGAPAYVIAGLPRVAHVHNGAEDRDDQCVVCLHPLSRLPSDDAAPDGESTATLLIPLPCMHTFHEECAVKCLE
TRPTCPVCRFDVVAACT*                                                              
>Amac_AMAG_07465                                                                
MLSNLVFSYKPASLFCTRSSLPFKRGPSDLMPCLPRRAMSTSPGEAGPAAVTPCKPEVSAASAVNNDPACPICLDPLLAA
DGASRVTLPCLHAFCRRCIEAWALEDAVRAATLRPRCPLCKATFEHGVVDQVWGGVVTPKPDVVDVVDVYEQIKWALPVT
VAPADRTKLRMAVSLRRPPPRPAPRWGTPHDPAASSSSSSPTARAVTLPVGPGPTLPPTDAAYLSTVPTSTRTSLALTRR
RLVYRLSADPIPPSPTPTLPTGAVTRPAVRAFLARDLAAIDAELFARAEPVDVSPVVRDYVIAVMPDVDAVAEVVTPRFS
RHLVDEVARFAASKWGIDAYDALVVYGGGVPRLVEMARAHSVEQTCRAASGAVEEVGRGGWDAAAREWHGSGPIGEDDQD
DDDDDDNQ*                                                                       
>Amac_AMAG_08056                                                                
MPAPPRSAAYTAMPPLTTTTTTARTATAGTASSARAAHFLAPRAPRADDNGALRITDGPGSFIEPHGSVQVAKTGVAQND
NNASTSSDTSAVAVGSVVIYVLGALVAFVVLVYVLYWLLAFPLPWIRRWYQRHKSRRQLCRALSHSDKFPVFRFDPLAVR
PRTTARSGCGGDTAPTSTAAGTATRANSPCASLTATDAFVPVAVELSPVIPTRRIDDDLEPVVHGAARDDETGAFVAVPL
DGDGSTPATAPAADDDQTPLALAGALAMSPPLPPVPRAVAFAPMCTSPVDSTDPEIPHHAVLVEYGAASDATSSCAGSSS
RISLTGSSKSPTCSSSSICSGSRPVSPQRDASIVAVPLDQDASRAATDAGEQEGFVSTTSLTCSICLEDYALNDAIRELP
CHHDFHAKCVQPWLERALTDRVIACPICRASWPLSSLTQDLHRTPSARARLRRWRHRTLSGLGTSTTPAAAPTVTPPRAH
HRLRRAVTATIPSTDHTRHFALHRHGTTGAGHARAGTVPEAARRSRTLSGWAAVWNRTRNRSSETTRDVSGVGSGAPFVP
ARRAPTSGVL*                                                                     
>Amac_AMAG_08333                                                                
MTTSNSTLQLLFSSAVGDDPGAASSSDDETCGRPAKRRAIRKRGQGVPDIDPLDLPMPSAPVDRAWVEDDEHLAFLAQVE
DVQRILAADEQGASDEDEEVVEKKPRKRKRGKEAKRSKKEGKRERRRRTATGAEEGAEPVAALDDPSLMSLMFATGLVSA
FDSAPTATAPRGAPAYVIAALPRVAHVLSGADDRDDQCVVCLHALSRPPSDGAAVDGDSLVPLLIPLPCLHTFHEECAVK
CLEARPTCPVCRFDVVAAYT*                                                           
>Amac_AMAG_08339                                                                
MYTAPSDYQYLPPAARTPTCPICLDPLLAADGASRVTLPCLHAFCRRCIEAWTLEDATRAATSQPWCPLCKAAFEQGVVD
QVWGSVVTPKIKWALPVTVAPADRTKLRMAVSLRRPPPRPAPRWGPSLDQAPSASPSAPALRAVTLPVGPGPALPPTDAA
YLATVPSTTRASLALTRRRLVNRLSA*                                                     
>Amac_AMAG_10225                                                                
MQASNRRPTNAFAKCQPTTKLALLCPGQCAAVDRDFSPPQQSTRQQRLASTAATIHDHDHDHDHDHDDLAAQQLKQAHDW
HNLTMARAESHASAAVPQPFDGRNVAPLQETLPDGDPMLDQGAPAMLPLPRPSFRSTRSRSDHLHQWPSTTSLAYAGPYA
SGLHNHSTMSTAATLTPPWAMRESQSARSSVASASVSLLRGGVRSQVDLTAPDTSATGDSWTPMRPRSVSSTVPSMQSER
RDELGALPSAEPARHGGGSVWGLAPLGSWLAGKLRAGSVPDMSSATSSMPLAVAYWRRAQRGSVLRSVPEPASSDDRDWI



HTSLDSLTSAGSDEWVPPERAARRDLDRVRAMDLEMSPRSLTVPRRSLYPVPPRPGSSHALPQVDGEVVGLTVVERISSS
WESMSALAKIGFGVRIVASLLQVVNASLALGLSSSPPRALAVAPGPGHRAGTDIASGPGNGSTLVVFHALCLIRAVILLP
NLLLDLLWPGSAEDVAPTDVEHAPSSTGTSPPVGDSPGPLEEPSPSLSGAGRPSWAQRLDNGETALFVLLFLLANYAILA
EAASQDSRPALFYGTVVFLVYAYLTVLMPVLLLAATMFCMPCLVGIFSALGLTRDPVDALAELLGYASFTRDDDDSVLMG
LLHAELATLVVAEYMSQPPPSSPPVPPSAATLSSPRLSIVPVTDTEPVSPALKGAKSLGRSSSRGSSATARSAALRRPWW
MRALAPRAVTTATVRAAPTAPAPARPAWRVHVHDSDHAQCTICLTAYAGSDLVRVLPGCGHHFHGACVDPWLREHAPTCP
LCQADLVPAVEAAAAVRGAVPLPSPVGGVLWRVEEEGNDDRGTA*                                   
>Amac_AMAG_10312                                                                
MAEHAGAGSHAAAGNGAPAAEPAPTIRFIPYITDLHRGLNFPIVERKVPNGKVLKVKRFVEKGNVDFSDSIAFKSKVVSR
QHGEIWTQGRKFFFRDTKSSSGTFINNVRIAPANSESPPIELHDGDIIQLGVDYQGRTEDIFRCVRIRIEFFFRDTKSSS
GTFINKCRIAPANSESPPIELHDGDIIQLGVDYQGRTEDIFRCVRIRIEVNREPYRNTAFRGQVVKALRAFAAATDTGDC
CICLGPIAPFQALFIAPCCHTFHYKCSRPLLNTWPTFSCPLCRHYADLNASVSVENLSEFNDLDAEVPASPTGPGAASPP
PEPSAHASNEHITSPLPNAATANPPDEHLGAGHATAGPAKSLARAVAGAPARQGAAVGPEGRTEQSESERREFSATL   
>Amac_AMAG_10523                                                                
MSQPVDFDPLGALGGGSSTDAPLPAAPVTPAPNIATLPAWTEPVVRGKPHPIYDHLLATSPPTTTTSALELGTGHTLPSP
PATDLLTATTATAALSAASSNPFGSGATWPSAPAAWGRASAGNPLVNPLMGFGGTSGSNAAAAAVAAFASPSAPVADTPP
PVLQRTASQERAAAAQALVDQVFDHVVANKSLDLRNLLELNPDVSVNAVHPVSHMTPLHLAAARGFDAVVRVLLENGAIV
DMVDPEHETALHKACFSGNVYVVDRLVQARANPNKADKHGWTPLHIAVAKGNKDVVALLLQRPGIKVNCANQAGTTPLMT
ACAKGHLDLVHTLLDARADPHLTNTTNETAYDLAALAVHVPVCHLLAHRFPDLVRHTRLRCVLEVQDRPPSGLIASLRRA
RATSLPPLTYVENNDPANKANALETVVLPDGWAWMTEWQPVDAWHVLDPETEIARDAAAAVVDANPALAVAATAGGSSSQ
ANRPLVRTWARVMRRQNSDTGVPAASAAAAAPRRAVNSVGEDGDEGDYVARARAVVSRLPTMDDLLAQHAPGEPVRDAFE
CYQEASQILLAGIQADAAASACHQCRSTFTVLRRRHHCRLCGKLYCGACSTERIDLARFYPADDVPRTVRHGPQRVCDTC
YALLTAAERTTAVSVRSASTGGDSSYRALSETSPSPPPVAVNPAIRHLSRTASVASSLGSLVECPACMRPLAGMPTQSAR
ERHLSECLAQPSAAAATAAATRYTIDVWGGGSGSRGGTPTAATVRAACAVPLPESDVESESDDEDEDAGVVDPTSAAPST
VASGLVDPHTECLICYEPFVAGDQVARMSCLCVFHWDCLRAWFDKHGVPECPVHLLPTNAARQQGALTE*          
>Amac_AMAG_11789                                                                
MCETRETVTPESRGAHVAPPQRALLRFRRRSASVGSLHHCCTARAQRALNAMNPPQPHDHDDAAAPLLPSAGAGPSSPTL
VPAITNTAPFVPSSPWFRAALNPFLAPNGPPPPPPPPPPGASSAPGPVPPPGPSRPLSAPAAPLAPPPPPRPPRVNFTTS
LLPTTNAPPAPAPGQDPDPHRAAAIAAARRRWAFWLLLCMSIVAITIARGLGWLGQDEEDTSRTHKLEKLLAKLTNQTDA
LVAHPNGLHLDTNEIWANVSHSGREIMDKWQADWGHDVPQQVHHRNKTGEYYGVLEPAHWGTPPTDVLGELNYRSPVRAI
LLVRNHAVTNASLAKSTNATVAMIRLFLNEATDHSDPGFILVGYGVSYPNGAVYGVVTTKYESDLIFRRNPTLTHVPSSS
TTVDAIDVLGSIPTTDPRLRTAAVPALLDDLYELRKTVQDWLSGEKDPPAPPIPSDRATNCTFFFHMQLEPIALTAEQLS
DAEGEADDPIGAWVPAIPTFRPHLWVESPECGLAFSSVDMTGYDRRVLHEREGHLVAVLLITSIIKMWVTMNVMDRVHTI
ANMAKMSWVSLVLGFIVDSTYCLFLLTNGLLSGMDFPGYFIATFVEFMHLVFFQLRLVTKVVHSQQISWATTLDRIRMSM
FMQFYILIFVLMAVIHQGYTRFPPLLAFIVFFLFSGPAFQAARSARVGSAPPIPPFATATHVAMRLILPAYLLACPANLY
IPGNAHAFPWTAYCTGWLVLQLVVVTSQQYFRADWLVPRAMRAQRFQYSRVLDEDEQERVADQTECAICMMPLAEGGGEG
GDAGRTMVTPCWHVFHEACLGEWLGQHRLTCPTCRAPVPVP*                                      
>Amac_AMAG_12108                                                                
MSTPAPPSSSPPASAPSNAASTTTTAATASPPPPAPTAALVRFPLATPPDVIRAAQKDDYYVAMLRNSMAEVVASTLGSR
EYARLSKYLGTAASTLYYALTTGLGQSTLGEEYCDIVPTTADASSVPARWSRFLFVLSQSVLPAFLQHWLAGATPGSKRA
HLASAISSLLPLHLAVFYFTGAYYTLAKRISGIRYLSLTKPTDEQANFSYAPLGRLLLVQILTTGGLTAYRAWRAWRRDR
AVAKAVLDDDSVPLLLGTEKVVPAAISTTLLPYESTGDCVLCMCPRDVSTAGPCGHLFCWTCVCEWLKEKPECPLCRTPC
FHRDLICVNY*                                                                     
>Amac_AMAG_12682                                                                
MASYFDDHNLDERAHNGAPRRAAGTAHADLLAGFLSTDRTNNDATATPVADLPTEGALGTAVAMFDRLRLSADSPTHAAW
LATLLENLMASANTPSGPPPASKAFIAGLPRPKSLAPDATCPICTEPLDEKDSDARSLPCGHTFDRECVVPWLELRNTCP
MCRLELPTDAPPKPPTPEPVPARFVTTRYHVDSDEDEDDVYGMYG*                                  
>Amac_AMAG_13948                                                                
MSQPSDSPGSPASGPRFWCHACQEDVGRLRSGADLRCPTCASDFLEELPDDHGSADDAANSNHDDHDHDHNPWAGNPLAS
LLGMGGGGGSSNGPGVQFAYYTGTIGPDGIRSSSGTFGPGGATSSSSSRPTRSGSGSSNRRSSNRPQQEQQQQQTGSAPL
DPISTFLDVFMGRASGTTSPIPFAVPGIPLMDLLFSGFAGSSAGAGPGTFSLGDFAFGKEQIDRIATQLMDQTNTQQHRA
PPEFIEQLPQVEIVEAQVDKALDCVVCQDKFTLGETVTKLPCDHLFHKDCIVPWMERNVTCPTCRADVVKEWAENKQKTP
RGESGRSNSRGGNGAARSSASASVQPVVPGSWVPDIDPVD*                                       
>Amac_AMAG_14348                                                                
MDSLIDIGAPPPWPPPPPPTGPAAAAGASSLESADDLWLRDLAYPDVDTNLVCPICTVPFLHAVTLPCGHSFCAACLATA
RDLRNDCPACRQPIDGDPAPAYALRALADDVKAECAACGLVTARKEALAHARDACVARQDTVVEEPEPHGAAAAVLDDAN
GFQTNADADADDVAVPDPTPVVTACANAPYCSWTGADPIAHAATCPATHLTPFLASTAARLASVESRLTHAESAAHAAHA
TATHALSDLHRVAATVDALSAWRDVVQGDIEHVRAALANVELRAAVELQTEVLKWREDVLGLKAYCVTLKGQVGQVAAMV
AASAAATRPRAPSAGAKPVPVPTLTASSAGSSSSSARALSSSPGSPGSPGFYPYHHQETKL*                  
>Amac_AMAG_14644                                                                
MASYFDDHNLDERAHTGAPRRAGGTAHADLLAGFLSTERTNSDAAAAPTAELPTEGALGAAVAMFDRLRLSADSPTHAAW
LATLLENLMASANAPSGPPPASKAFIAALPRPKSLAPDATCPICTEPLDEKDSDARSLPCGHTFDRECVVPWLELRNTCP



MCRLELPTDAPPKPPTPDPAQFVTTRYHVDSDDGEDDVYGMYG*                                    
>Amac_AMAG_14909                                                                
MGKDRTAQRLKGNAQPASSAKAQLATTTATGARTASPIPGGFIGFSAFADSFTSPATAASTSPPPTVASSLSADNLLALA
ADPAVPADLVVVFRKLAKREAITKVKALEELREYLAGGEGNYDVLLLLWPSVFNRLGIDVDKRVRALTFEIHASLVNFGK
KKVAPMLKDLITTWTLGRFDKDVEAQANSAFLSVFPPEKHANVFKFCWETLMNDLSDLILVKTPETLSDPRFHTKEEMDQ
KYARVVYCSLCAAGYLLDFDIDIPLISSPNMTKHHKSPFAPIRRAMGMLTKSLLKAGAEVPWRMDIVKLVWDERVAAVTT
EWWEALLLLFKQTPAWAAEVAADKQFPKITKRLLAFITESAPAQPQVYPALTVFLSLFLSTIDLRAVWKALRDSSRLGKV
TVPAAPAYWLFVRDVLLLMRKHNDAGPTDAVMELVQGYLRKNEWTAAVIDDRPVLNAITVPAPDTAARVAQYIKENMAFV
AAKRTVALLTALQAPEALAAVAQDARQMLDKVADLAVAHQLTALVAHARKSHIEGIAPLTADHVQRAWAHCAECTTQTLA
LLAPGDDVAIAWLVEQHTADARYPLHELLSHVPKAVSPSLTRFVMNHMDAGHLPVLRVASQGLVDRDSLFDHIVARDLVD
LLPLVLAARHVRSLRVAAWCLRRCNDEQWVQLGVDVDLTETVVDWLLDDTVSAAEWAGSFVRAGKPYSALVDPRVVDRLA
YAPITTMRRGFLDVLEVDEAQTVPAGLVAKLRDLLAREPDLGNPDSTEWLHLVALVAAVDDTPLPIASVSQEVFAELLRD
HYDPARGAPTAAELAALVLVAQRARPTMAVIMPLLDAATSTDAQRVLAAVLAGAKPDSAVLDAKCDEWMRQVLTTHSVEH
LMLLNALEYVPHGIDDAALVDAAFEFLGTESMVCHVHVAMLLRRYPTDQAAQFAYAWLELDAVHPLATALVEQVMDLVAT
IDVGNDEREFITTRAVELWLDGKTAVASLSSYVAELQSGLFDEGRLYEQLASPIRHVQVAAFRILFRKIGLKVQELSLQL
EINNYDELAKDIQLHGNLVTLLADPTTKYSAHDEWTWLLAWALVFRHFASATLQLKVFWMDTVKIDDLLPYLIDHLDVAK
NLGLWDVTQIEPSGWLLVDDEDVEFHDRERELLCAYLYFQALVHTPALARAWWTECRDRQLCKAVEKVTTAHFSPLILDQ
ELEALDTTMTDLSVKVQRSPSGAQVSAVYAIEDAELALQVTLPSTYPLRNVEVSGGDRVAVSESKWRAWLLSCKSILAVQ
NASIADALAIFLRNIQLHLQGVAECAICYSIVSLGDKSLPTKPCRTCKHKFHGSCLYKWFKSSPQSTCPLCRSMF*    
>Amac_AMAG_15774                                                                
MIIDDDAVDDDIIIISPPASSSSARTATPASPTRRAPRLPRAAAPAPPAPAPANAPPPGRRNKRPREARRAAAANDDDDD
EIELVAVRRRPPPPAAAAEAAAAAAATPPAAQRAMYRDLHRHMEEQNRAYSAATAALAPPPRVLPRVGGPAGMRDPGAAI
AHLSAAPPAVTVPEAPPTRRGECAVCMDAYTHPVSTMCGHIFCRACLEASLKRTKACPICRTTVKKNGYHPIFLP*    
>Amac_AMAG_15811                                                                
MDPLIDLGAPPPWPPPPPPTPAGASSLESTDDLWLRDLTYPDADTNLVCPICTVPFLHAVTLPCGHSFCAACLATARDLR
NDCPTCRQPIDGDPAPAYALRALADDEALAHARDACVARQDTAVEEPEPRGAAAAGLDDGDGSLDDSDADADGVAVPDPT
PVVTACANAPYCSWTGADPIAHAATCPATHLTPFLASTAARLASVESRLTHAESAAHAAHATATHALSDLHRVAATVDAL
SAWRDVVQGDIEHVRAALANVELRAAVELQTEVLKWREDVLGLKAYCVALKGQVGQVATMVAASAAATRPRVPSAGAKPV
PVPPLTAASAGSNSSSARALSSSPGSPGSPGFPYHHQETKL*                                      
>Amac_AMAG_16391                                                                
MSDPNFELPDLPHPARHMPHELVDAPAPAGGAPVGFQDAELAALSEEERAYLAKHAGHDGQHLLMVLILMVALIGVQVLL
LEWRKRRPKAFTYVSLAGLITVPLALAVSAGFSRFVTIWVLFAVANGWVIFRASRRPISSNTPKLVYRWFAVIYQLSYAL
GIFGYVLMVLTFFGVTALFTDAPEVFGAAVTIMFYGIYFGVLARDLVEVISDHMASAVGYYAPNGLPQKYLRENVCAVCG
DHVALHADDDASPNPVHQLACRHLFHEQCIRGWTIIGKRDCCPYCKEKVDLSSFTEHPWDKAQMYYLQLIDAVRYLVVWQ
PLIFLAVQGVYKVFGLE*                                                              
>Amac_AMAG_17168                                                                
MPPDPRDSAAPPLPPQWAAYAPPPPLGPAPAPAAAFIDLTASPPDVPLPAFPASPPPPPSPAAPPRARRTQVIDILDSSD
DEAFTPPRTDADAEHARRLQQQQVQEQQREYAARVQAQQQRVAAEEQHRQQMHAQLQQQPFQQQQYAAQQQQLQQQQQQH
AFQFHAPPPQPVHVHGFQHHAPPPPQQQQQQQQHFQFHAPQQPVFHNSSSNRRHHLHSAPLTARAAPTAGSDMNVDDDDF
AAAHGNGQARRAAAVHDAQMRAHHARQDAYRAAARRARDEQVARARDQQAAFIAAMRQREADRAHEVERQLRVEAEHVRE
LERARERRERLGRMREQQRLELARERERIRERERERQQLLMAQQQAHAVRLREREERLARLGAARRRPGSALPIFGHVLE
MWGRDEDEWPHHHDHDHDEGDEQAEEEEEEEEEEEHDEGDDEHEHEPPFMFGGGHAPPPPPAHRGMDIFGFGAGLHNLLG
NIDAADLGPRAWAMAQQLGIAVRHGAAAARPPRAVPPMMRVRADYMTDEQFARLGYEGLMALQEQIGEAVKPNKPVGLSK
EQIAKLPTSTYCKVAMSTDGETEQCTICLTDYAAADTVTTLVPCKHRFHQGCIADWLPRNATCPICRATCDPSAVPPPPP
AKRRLSGAAATEEDQARELRRERRRQRAHQQQQQLALQHEREQRERQQRRQERRAQRARGLEAAVGAGGAAAATPPPPPP
PRARAQRRPRPPAPSLVPRQRAVIVIDDD*                                                  
>Bden_Batde5_26439                                                              
MPVSSSIAEKHHYTPAYSTTSNQLSSSLLLLLIVLVASSVPVSASVSLPLTNTSYPDRGAAFGSLIGPTGLVGILIPVNA
IDSKHSRSGCKPISFESVPPLTQAQLSFNLHSSAHWIALVERGECSFADKVRAMQQSGASAVIIGDNSFFGDLITMYSQG
NVSDIVVPSVFISKPSYLAILELIGTTDSKDPNDDKDAHVFKENNADLNAQQPVLLNTLGDAPDIKDSSLLLSDLSTNPK
KSNLAHFLTRTSSQYNGFDSIPIQNVCTYFQFPCVSAFLLPDEVSISIMDIIIVTIMSALCPIVIMFFIYSIWLLLQFNM
RQKSTISVLDLSRLPIKVYFNSKRHENDPTTCAICLEDFVDEDTLRTLVTCRHEFHASCIDPWLRYYSKLCPTCKQEILL
NENTPLLARTQQPGLLANLRNGASTLAETTSSLAYISDSFDYA                                     
>Bden_Batde5_26718                                                              
MNKPTQPFSSHRPIGYKSPIYAAAIQDHLSRLHLVSGHASSVSFLPPIPGISTKRVKPKYTLNTRQRQLEKWHKDAKRIQ
HDPNLSQPISKKDKLLVEENGFDRVLDAPQKPFTLGSILLSCSHIFHKSCLESYERHVQMKCCPLCRDTTYQKMLTAEGR
RACRRISAIKIQKTWRMWKCRKAYLEYQQHHPPKHPKLLKTYHLNKIQLSTLDWDQVYIKACQLETDCCAICIMPLNPTK
TSDTASKQIPKKRHRLGLLSCAHMFHWVCLERLERFDIDRKVHVCPVCRRHYEKLEIQMDSKQETLI             
>Bden_Batde5_89994                                                              
MGQDTSIDIDASGSNVAGNRATTTAASENTLTATVTGTIAGNTGGNTIGNTGNTTGNAIGNTATQDITAATLLPTISLQL
SEPNPLPAFPILDHREFLTTRDRGELRFIIMRTVVMLLETTIAITALVLSRNSTYPRFYLICVAGHAIMLPLVLILAPRY
FQTSRELSRQQHRINEEYRRRRYINAIDLPFLILLVAGLIALMSPSRCLETAPLIYYANSILVVLSFMYFCSPFLLCIVA



IFFLPCIFLLSRYYETHPPDILDGSRGAPEELINGIPILKFRRKIAPDNTALTFAALDKSASIHSPILMEQFHHSDDNAT
SVLDIQPINTQTDEAAFIESPKNIVKSIQDLTHTVQPIQAESPQNSKSKKRYFRLLSKPLRFGKASSSTDITAPPAPTFL
ELDEEDAHCIICLAEYDSGDDLKQMPCKHHFHAICVDDWLRLKSNCPLCIQELQSDPKQKSTRTR               
>Bden_Batde5_90277                                                              
MRNGLSGGNKVRQTRLGEVKVFTCMGIEEYARDSVTTMNAEIDQAISNRTTGWTDSSRCLCGCCNPFRLVRQGIGYIATM
LRSMLLQRMYAKYPLFRPGSAECKICHSGYADNDTVCQLDCEHCYHEVCFQELVNGTGTCLVCAAESSCASTPLSVDSST
QLLLNNNSSNDFNHDITPTESHHVDIPADVPLPSNK                                            
>Bden_Batde5_34737                                                              
MKQPFIRLQLFPHSDVPLHQQTSRNKPFLFNPVEHDIVLGTVLRVGRKVDRSYNAASGASPATRDSKPTTREQRAANNVS
LSSDPLQAGFVVTPAVASNPATVSPDPASPTRLQSDSSSVQQDSTANSLYVAFRSKVVSRTHAEIWVGRDGQIYLKDIGS
SSGTFLNRLRLSPSGKESRPYLLKSGDVIQLGVDYQGRSEEIYKAVIIKVFITMKNGLQTRASPQRLRTALSSLISAMNP
NNTDHDTPTRPTDCCICLGPMAPLQALFLSPCSHCFHYKCVTPLLGTGYMFQCPMCRQVANLDASTATEMDDASIIIEHE
QHLIHGLSESTSDAFAINSTSDLTSNMYAAPSSSSVIDHEGTSSSNHVVGLAEDNTELEVGSPTSVHASHTLARKPKSVI
AAISRSDSEFTHVATDGPSTLSNSANRASNGDSSSQDTSPNGASEATMPMTIPTRTTLNHLGHLPERFDAMSATTPPNNT
MSVPLSTNVSTSGSEPATALRQAHPNSTNPLPASFSNLSSALARGDRSAANVAIDTYGKALADLLGETHNTLSNEDLKAL
KERLIQSLLPRQHE                                                                  
>Bden_Batde5_10486                                                              
MDVLPIAIQRRPSLTEACTKYQGSNLWSRRFSLTKQPRILRVPIDDALCTICLGSYSLGDRLHRLDCSHHFHAACIKSWL
NVRNLCPLCNSAVVGVDIDLNEDEIAEFEKYTGEVDALDDSEAQPWQSHSVSVSMSE                       
>Bden_Batde5_25142                                                              
MDEHEPLVSTNTSNPPPAQITTASLVRRGFSLPFIALGFFLLYLFGSTSRSNDLRLGQSRLIDAQLQESLVLGNLTYEQN
ATRYSSDLRTIFNAMMNVGHAPVFYSDIAGQFKGKWELLPFSKNISELLGQHSRKTVDESPSLEFPKESVSETASQGNMD
LTAGGKFSFTIISNKTSNEDILYINGNMNIDDGYNSFDSTLHGLHFKRNGSIYLESAVDESELFLHNIPKMMLDPHSFQS
ALSVIRSINMDYLNTLKKQLDNGMIIEHVDTSGTSSAKCRFLLFMQLQPLPAKLQDILDLENVQNEGVYVIQPPQLLADM
ALLSPNCNSSLKSIQLRGIKNSIFISLNHNAGVFIAILTLIELVLTTRQMQQLSSLSARTKISPMTMGMMIILDAYMCIV
LISIALMFPELFSPFVAASFLKFCLFSVFEMRYLFAVIQARRRDGSDSLERSFLFRVYLYTFIGGFFIYHIALRSTLITI
VVSNAKRNTWRAFNRSFVIGTSITRFLLPLYAWYYQDIIIASQSLPSAKILWALAVFISIQVGVLILQDVQGPRIFIPQQ
LFPQTYDYHPAFPPLSNNESISLQMDTIADSEIDSNQSIYPPTSSNTFYSTTATRRTHAITYEKEALSSRTELEDRHCAI
CFTEITTVTSDHPFFSTERLKYMVTPCNHLFHSECLERWMEVKLECPVCRSDLPPVY                       
>Bden_Batde5_25150                                                              
MDLRYEYYLRRQKTPWGLYYFHIHILDFTDTHRTFRKYRNYYEFLTEMPRFKHCTISFRRMRDIIPQIRKWFNQQSAKRY
QELIFCQEDSGDLNLQNITILIVKAINDHEDDPAPSEIDAEEPDSTDEELIEEDGLLEEETESPSNRPITLELFRDNTMW
FNYNPQAHRESMCTIYQEGYNSTSRISSLACTHFYHEDCIQQWLTSH                                 
>Bden_Batde5_33868                                                              
MTEKANFQKVTADGQSQDNQANVFLDHSTSSHCNNDESLGEHLQTSKNQNNMTQQGYGPHNQSDLIVITDVSDTELNSGR
EQESTSMLLNRANQEDSTNQSPAGSIAEKKSVCSDIHPAQQAQTEIGQSGSAVTDGCLRFRLIPVSDTPGRPVVGDVLER
SVKEGVTLRIGRQVVRDGQPIATNSRGNRAPTDSDIWFISKVVSRIHAEMWVKDTQLYIKDIGSSSGTFLNKMRLSPSGK
ESRPYPMKEGDVLQFGVDFKGKIEDVYKCVMLKVGFFGQSWASQRQKENPARFTQALKALLSATNPYATKSSKEDDDNSP
AECCICIGAIAPFQAIFIAPCSHCYHYKCVATLLPQSAMFQCPLCRQVANLTASVSSESLQEKLVVYDAQQIVVGQKDFS
GHTASHGSGGDYEIDAEAHTDGHAADTSGLNTRSTNVSTGFFSSLRRKSGNEASAGAPDLNSSGSAIVGTSLALSAPNPN
IQTTSIASNSGSGSNRRRSFTAKAEHLFESLKLGGRKTSGDPPSRIQVGEHSAGRSNLENGSISPRLDEEESSETQQRGS
PANAVAPERKGRKRTLSMKIGQFLLKTSGNSTNGGEEPRSATTPHSQFSHNIPLPRSSMSTNQPENGLRESSGEHQNSIC
ASGERKQLENASQSLTNTQNLPPLPNANIPIGNEQISISINLQAPKDENSVEISVQENITTLQESEEETLVMKRNRTYGT
RSGDGLFMDGGEGTGPQSSRIPRIQHNDMAVLVQHAEEVETSDHPTASTSQLVDNQALQLIDTRLFI             
>Bden_Batde5_34065                                                              
MGLCKCRTVTNLFCFEHRKNVCETCIQSDHTKCIVRSYLQWLQDSDFDPVCMLCRNTLATGEVIRLSCLDLFHVECVNEH
CNALPSHTAPAGYACPSCKTPIIPAENSASSIAKNIWATFKNERWSQHILPKQTGESGFGTAVQQQSVGSNNTNVHNEGP
ALNSHTSSTHTLSVMPTAANVATTIPRVDSARNSDTIGQQHSSGIASSAHFPDNRIGRKPSQLRIAIDPDDKKYKRRGGS
VMGIFEQYLPKGRLTCRKIITYVLLVVVIIFLGNIILFSSPGVSISRLPTEVKMSKSSEGVVNFDESGKRAAVPGAVGV 
>Bden_Batde5_21785                                                              
MTSLGLETDTGLEKIQVHIYIMDRAVKNAAYHQYLEIFICVPCVVMFNFATSVSKQALTGKCASKISKLFQSERVVAPIL
PSNIVASLEQRELVEKDYEILLILDKPQQQGSIPLHIINSFPLIQIKGPKDKERVRLGEGADGMCGVCQVKIGYGELVRQ
ISCGHGFHQPCIDRWLLHQRTVCPKCGLAAYYNVSKSEERLDEMSLKPDTSAPIYKSALYGANATNSLKPTRKYLSGTKK
CSRGLLSMNTNNRMTVLRDSEHSVGDSDLNLMILGSNTTHSDNNSVRSVSIHQLVPKANTKISFKTQTISAKMDIRQTKA
NTGDTAKIQPLLSITNAAPTLIVERHAKIELDQPSISKPVIRKAPKLSEGSFLANLQSLSVNGSLYGYAQAAEPLYPKHS
NSSASQSIANPGLPSSPGQRILGPKRRNIRTFEMPRLTNLDVHAQSLHLIPK                            
>Bden_Batde5_34246                                                              
MSLVLFDTPAILDISQSLACTAAIAIIALAGNTAAHSPDAEPASNPSPAPLFDDAAISGTNKTHLADHPSLYNSHAPHQL
PSAEQVIIREQYRLGRPLTPQEKAEIGKTLIFLKEHQGHETQHAEMALIVIGSLFLSQIGIFIWKKYNASSFNIATLLGL
WLVPMTMGAYAGNYRFVVVWAMFSIFNSYIVKLALEFPMKSSTPKLVYKWYAWVYNVAYVTGAIGYCITMIAIFHISAIL
GITTLQGEGVVFETGVLILFYGLYFGTLGRDFVDRLSDRMAVTMGYYSRTGFPRKHLRDHMCAICGDSTSKGTEPTHTLN
CSHTYHEQCIRGWTIIGKKDICPYCKEKVDLNAFKKNPWDTTQAMYLSLLDALRYLLVWNPIVFIIVHVLFNIFGLK   



>Bden_Batde5_5165                                                               
MGCKHYQRCTKLQAHCCGKWDTCRFCHDEVSDHTIVRSLVVTMMCMFCNTVQPAGQDCTNLACGKRVARYYCKECKLWDD
DPRKTIYHCHDCGICRIGKGLGIDYFHCPTCNVCMAIGLKGRHKCIERNLESDCPICGEYMFTSTSTVIFMPCGHCMHHK
CHQQYTQTSYQCPTCLKSLADMTDYFKRVDESIALHKMPEEYSNTFSFIYCNDCEKKSYAYYHFLYHKC           
>Bden_Batde5_34330                                                              
MAVSRVTLFGGVSITLSLLVLYNAFVQRHGMFFPACVHIAQSSGSLLILSCSAFYLIYLCGHALQLLLFGELRAIEVEHL
YERSWSSVMDTCIAMTIFKYEFEWRFVLFFVLLLLVKMFHWICADKVDHMEQSNDITALFHIRTLSAMGFLLLVDVAFLG
YAVNSVVAHGPTMMILFAFEYSIRLIVLISICAKYILHNIDLRSEAPWEDKSIYFCYVELTVDVLKLVGYSLFFLAIMHF
YSIPLHIVRDLYMTLRSVIQKCGDLIKYYRATANMDQRYPNATEAELAQMDRVCIVCREEMIAVPAVVPPPAPVGFAARA
AAGVGHRANPIAPKRLPCGHVFHFRCLRSWLERQQACPTCRRSVLDMPNLSATPPAQVPVPDPAAAAAYPPIQPFAGNLP
PHIFPQAPPAMLPPGYMPQAGPMPLLPTPAYLDPLQHPAAPPVTMGVLANGVLGHQQVYLTPLGPMRNDMIPPEAASLQV
LDRLTDEELKSMEGNTRFVIIKRLKAIEQIQMQLAGISTQFTQLLQQMPVSEEKQPDTS                     
>Bden_Batde5_86130                                                              
MNTQPLYWCHSCQRNMQPNLDDLTPQCSNCHSEFVEEITSDSNTQEMQDMSNPFVSIFSFGNTSHAASNETARDTQPANI
MSALIDQLGLNPQGFQSATFTTSFPRASSHHPDATRSTSNSEATSTLFTQTIPINELFTNPALFGAPSQSDQSASDATSN
FGTSHQAHVRAVEELFRSNIHGNPSDQSHSQPHAQSSRVFFGTIPEAMRADVPGRTPLEQDMFLRMAQQIAHITGQLHSQ
VPGAQNGPIPIVSDRIFVDIFGMGGDSGDYLNSQQSFEEFISRMMEQHAQSHHPPAASNDIIKNLPHKPFDKATFPEDEC
CVCQEGYKHDEITIELPCKHVFHPLCITSWLKLNGTCPVCRYSLVDNSDSFPTGNRSASHPEAPTSSTATTAQNDNRAAP
GTTTNTVPGMDTAANTTNVATGSATAETGMSTANTIFAALSELATNLVGGSTRQHRLFPRPTGNSGNTGNTTTNADHSES
SAETNTVPYTWDDSLD                                                                
>Bden_Batde5_31357                                                              
MTGRSSVGTAGTQKTMPCRFYALASCTKGKHCPFIHSRESSGNTVCSFYLSGNCQYGDRCVLLHSKPGKSAAAIKSCSTL
VRENASAACTTQDSQVSALTASLEKTSLKKTPEQTGLSYSMMAQAIIEPTDSGSSSKTCSMPMGRIEKAIQSPLSQSIMN
SSQDESTALNRLPLCPFGIKGVCKFGHSCRYLHGLECPACHKLCLHPDDSPKVHAGHIDSCLGLLERELSEREAGKNQEC
VVCLDIVMEKPDPRFGLLACDHCVCLDCIRTWRTNDSMGTAKTCPICRTITYLVVPSDTWPTDAASKERIIQDYRNRLGR
IDCKHFQYGQGTCPFSTSCLYRHADRTGVAIESKPRFLVCGDDAYDGTAHVLKQVQLFDYLEQYDRQQSE          
>Bden_Batde5_34584                                                              
MSCILVGLTAIKVEPDSFSTKDLTWCMFRDIVILAIHSILIALYGKDGCIKDASSNNGPLSWLILDMSLTALRLVKNPIH
YFANRALERSGSQWRNPSLVGFGFVGTLFYSRFCGMRIFTIIDWFTYIAWIFGISTVRTDSSCQNPIAIAVQWELTAATI
VYFTCIVLFATLFLLNKTTLGHCFPGFTINNSRWPDACPTLLIDRTQWRQANESVTDYRARRRSIFLNQNPITQQPTRMQ
TALMNRGLSVEELNQLRTFVYSKEPVAPNEPTQTSDDLSKADDKCVAAIVVVSEKNSNNLPLSDVQSSKSDKTTNVQSEN
ATNPSSDAAETTTTDDHSAIEVLVHGNGSMQHSALDRQTTDTAKMTPHNLCVTPDQVDSLHVIKIDDSLLSLHAVALKVP
HPKSPIEPLTPDTVSRDEHVNKPEQERTTDQTCALCLCDYENDDFLRELHCIHRFHAECIDEWLIGKKRTCPVCNQDALG
VSFQQRLRESLPAVANPTPLTAAAYPPWLEDRSALNSVNHNQENSTRRYASNMEISHTDSDSPQPALSNDSTTPVPPLPS
DQVTGVFPSRDTVTLAHNGTNSSALPEDSTFTTRPSPHVNNSQTVLRNFFEQNANDRFLRWFRPSRNTRQVTSHGASNTL
PSMQQTSTPTDTLVRINMDTDRS                                                         
>Bden_Batde5_86907                                                              
MADLQSRQTRTPTIDRRSTQLQQDDETESLMPSQSDQTTEAIPYTPPHHHHPIQFPAYTHPPVQLPILSTAWLAIRAVLV
MVCRLWLASLIIYTLFVLIRRHHPAQHALRGSITSMQNNINKGGSETHVSSHSTKPSYRTLNQQEQTDQSRSRGYGRDLT
ITIKVLPQSSQHQLYSDHPKHTSYKQDRNSHATPKWLFSTYEEENNKPDMVGIPALFGSVLPRPIVSPLLIVPAHINGCR
SRNTQTRMASHDYSPDHSDTLNLPKFPTLTAKQKLSIFRIQKNMDDEARCNGVKNVGMDDAGGEDVTDSLNGATQLSKSQ
SDTSVQCNVGKSVGLAGRFCRDGETPSLESITRPKANSDRAYWGAPIKDQSKQDAIAGDIQWACLIARGGCPFDEKVYNL
QTHGCHTVIVYNNLTDVQINNQSEARSCAKGDLTCKASTNSNGQPIQAKDMHIRMSAHTMHNSIHVYSMFMSYASSRQLI
DSAIPLAQSDPSTYPIIIQLIPTETKYYRGYTAHHDTLVSLAFDMLLLFISVTICGSCFLGICLLLSVVRNAVVFGHFFI
YETIIEGSVLILSAGQHTALQSTQPAKLASIPFPVRILCAMDIENLHNTSQMFPIAKVSSVSETDPKQIAEGLDWAQSET
NISRDCCAICLDDFVVGNQVRELPCRHLFHDMCIDPWLLKHNRLCPICKRDVLVSSTNTVSVDASVEHHNRQAGAGEIRP
STSWFAPVGADNILDNPQSQHTPLVTGRMSVVLGQVAILIPFAIAASMVNAVIHTTAYFQRRTNADNPQSISTDSDIGTM
TRSNSSNIFGNEDEEMLA                                                              
>Bden_Batde5_23640                                                              
MSNKTGNSQQTLPEFVEPCIQDSMHPYYGNYHFVQPPIVVLTSKPLRYNDQKINSINPTVEHGIVGMVNGEPCASYSSQR
PLQPTIWTDKLLLALDSFSVESVQQLLLATEPNLASEQAASSISSDISTAQVDINAPLTATGISALHVAVSKGFTEAVKL
LLGTPGIIVDITDHQKETPLFKGSYRGMQDAVKLLIDAGANVLYQDSQGWTSVHNAASQGHKEIMQLLIASCPSCNLFSN
NLISEIYSDSVTMVVSAAAHGHELIVEMLLDYQADPLILNKNMDTAHDLALYNDHYTLAERIAFAENQWIANQPHIDSKV
YPKHQAEIEVLFENQRSSSVYFPTQMLQATPENLKFSTSTLTFTDPSPMIAYPPHKKISRGFKDVHLPITKDNVGQIHRQ
WFWLTEWCVDTTDPRLRTMQSNVPISKKENTEDTFETGWLYAKSFDVPENEWVSSMSNNAVQNQTASNGNSGSPRSSMFG
IVQSFLGTSTHGWVRRRRWVRIRKRRAGASENTMSELESTENTESPVSERQLSDLECELDVLKQKIEIMMASSSAEQDGL
KKMAIIVQAKVELDRAEELQALIDVLRAKDLQNQIQTPNTTSLSTSHSYRFWSHPTSISGIWIKDSEASRCSNCSVNFTF
TIRRHHCRRCGLVYCDQCSSRRVMIPTCMLTHTTNQSSADSNPINTRLDNLIPMGDSDLPTPLETETLHRFASRTSESST
DEQPSSATPLAGGGPASKERVCDACYVVMTTMPEPYLAQTDSDLHHTQRSTRDGTLAILNNETRSNITNTPIASDMPGSS
IHFNRNRHRQSLADSIMSECPVCQKVLASEMLETDVESHVATCLESVAYSLDRPSVMDKGMQDLSSSSSGIDRAGPIGRS
VKSISGNRYIVQVLAASIPNIECSICMDDFEKGQHIARLNCLCMFHLCCIQEWFNNPKYGKQMCPVHFKFND        
>Bden_Batde5_25873                                                              



MSFNNALADLADANSDEPLLLTISFIVRTGPLGELIHGPVVSTETTANTLADMTVTDLAALGDVNTPTLDTGPATSLDAS
TLVQEETAATNPLTIGLLDNFLGHERPFTFSLGSVRETSRMPYMPNLRPLPHRRRALLTAFISESLESMAPLLYNMLLTR
MVQEGAGLLGHQPHLQGQPPAAESSILALPILHSLSEKRRLKHKLCAVCQEDFPRSSTTPPVTESQSEPFDVQKESHTLD
LLPGLNDPSFKLSEKPLFIRMPCRHIFHQDCISTWLKTSCTCPSCRYEILTENQDYNIGIAERMLDRNMALLDEQDTDLE
DEMTDASSTLANTITTQIPSKRKRSESTEVSSGVVTPETLELANEELSTPARFILQPSQRNTLQARSETNMSVLVPSINH
IRSTRASHASTPSTRTLQSRRLSKGRSSK                                                   
>Bden_Batde5_37125                                                              
MFANSMLSGTRNSSGFATSPTLPSHELPGQSLLSPEFLGSGSAASDRTNTAPTGGSIPIPSSFGPNDRQGLANLALPFAL
SLIMRTTRANSGLRDAQPTSSTAMDPQQSATNDTTTHSDTIPRGVDEQSSNQAHSGGDDQRGLSDDEAGENEQATPRASR
TRSLPGLGDAGTTPGSMIRSLLLQTLLGAALSGLGPSLDGGILGSTGDGANRDGTGDAQSDATDTNAQRRSQGLDYDMLL
QLGEMLGPARRMNAQQSDVDEHIPMIVYKHADALLPRVFANTGVEFDPMPESTSTDTIVAESLGVDESTDHSDLKSLLVS
KPIDYGVQHLLGETHEKCTICLTPYEEDDELRILSCRHGFHKTCLDQWLVSYRNSCPICRSKGVASSNAPDATTNDTTVG
QGAAGGRDGSRSELPNAILFLLS                                                         
>Bden_Batde5_1224                                                               
GSIVAVLAVPPHIIPQEFLKLMGACRKSMSHLRIIKDSVPNRFIMLLKFRSARAAYRFYDNFNGRSFNSFEPEICHVVFI
KSVEFDSPDIPKYAFSPASPDPALLLNSESCTLPNTITNSQSIQNNLSPLLSDPQKSSSLLELPTCPVCLDRMDSSVTGL
LTIVCHHTFHCSCIMKWGDSTCPVCRYSSTKESDSLHPSSSPLNECSDCASTENLWICLICGSIGCGRYFQGHAFKHYQE
TGHVYALELETQRVWDYAGDGYVHRLIQNRTDGKLVELPAPSSSLHSSINGLTPHSNVLGPVSASPYFAADGSVPSSSAG
YISHVLGRRAMGLDTLDPHSIITVQDAAIAEKVDALGLEYSHMLQSQLDTQRKWFERQLTKIENANTLREAYRQTCAERD
SLLSVVNQHVREKKQTDRKMEQLCDRLGALERDTREEQALNSGLQDNLVKLRADLEASLHAGCKKDALISELQEQVRDVM
FYVETLQKV                                                                       
>Bden_Batde5_89706                                                              
MTDYVVLHLVPNQQDGSPTFEPIERKMYERVSLKLGRQVKSPQEKAEAATSNAASIAQAALTPSSSQAVTTPSHAGRTSS
VQIWTPGTHSSDNNSSQENEGFGTFTATGQHGGPSNDHSPRSPFDHARAFFLGSVGSHPKTTHAATASVTSKAATPANNE
STLVTSEAVHESNASRVEMALSATIPAISPSDVTRGSVKATLPPLPIQTVETAWFKSKVVSRIHAEIWNKDGQLYLKDIG
SSSGTFLNKMRLSPASKVSRPYPIRAGDVIQLGVDYQGRTEDIYKAVEIKVLVELQTASTTTKKRNSAARFRSALKALLT
ATNPYSTSHTVKKDKSQSSEKTHDHSGSVDCCICLSSIGPYQALFIAPCSHCYHYKCIRHVLKDSLMFPCPVCRQVANLD
ASVSMESLFDYDKESHHFTNNNEDKNSDSESDPSSDESVENGPSTKNVDPDETIEMDTAGMEPNSKAVDSNFLQHQQSSS
IHSQQSLPEGKRDVEDFRPILLFGQKPSTNGMPFLGINTPFTVNGASFQNATHYHRDNRVSSSSSAQFTLPDDRAVPSMF
GSDKMASELLGMSQQGQTIPHTGLSGSVGNMSTSYNH                                           
>Bden_Batde5_24412                                                              
MNDSTDKLSPNKRRRLFLNASPTVCRTSSETDETAFSLGQDPIEPFDILSKDLLAKTEPETIQADHEHLKESNTGVVEPC
LESELLMLSGESIPNITTSQPTNSSEITFTTRSNSPAISSSTFLTTSQDTAPLIILDSTDDITHSSAQDVIDLTDDTPPL
VISAPSTPPNSRLQQRNITDLTLPCPMIDSARSTSRHTHYSSDDIEIIRVVHPSVPNRATNLFTTHHITDFVMPPGRNSE
GISGYTFHQHPQPSRIFEYTTIPHQPQVRFGAQYMPSNYMDQPTLFTHTSTSRVQPISINRALSSRDRLPTVTIPPPEPA
PPPASLKCAVCLTLAGPTTQLSSTICGHIFCEECLLQSLGHDKRCPTCRKSIGRKSSYHRIYL                 
>Bden_Batde5_37445                                                              
MISRFRQRGVLTAGRQQELQQLEGQRMHRSSRQDQLEHHPGALPASKDMIRQIDIVRYCSLSKNESSKDTLEDISVDIHK
PVESISPSVDTDICKVNQSNNHIPKAKGTHGITQNKTNVPIKELYISNEDAHCAICIDDYKDGDQLHHLPCGHHLHFVCS
KKWLKQRSRCPLCNCCINKSVNCHITVNTLIQPNTDESSFDDIAAHPNETSRSSTMTSSRHVSIVVINSTTETNR     
>Bden_Batde5_27725                                                              
MPNRRKKLPIQPLQNLTTSSAGFSSGEVATFSEAHVLAESDTGHGREFPNTLVGSISSKRPATDSYSAESTSVEPECSRD
ARFSDSTLASSSPHAFKYPRLTTAGRARHSVDIATASRGESSHDDCTRRTNIQPFSLGSSSSNNITTSAPITTAALVSLD
SSQKDCIASRSSQSNLLSTPVSESRPALERIVDSPTVRNQARYHLRIPTDSISSPDTPPQIGRGTRPLSGRSTPLFQENR
TTRPNVFRASASGRGLRTGVLTSERPTTSDTNHSRNMPRNSSTSDSYRISTPRTRGTSRSVSTHPSLRASTSRSPISIDL
TLGSPTTSTHPSIDADEEFARRLQEEEYNAIQSINIQHIHRHMMGLVSDDREAILGEEAPYQASTEESEVNSDEEDEGTM
HEFLERAHHGYYHWNDEDEHDEDEDEEHGDEIEYADSDALETSVFGYGRLGLASSPRNYLRDDELDVSYEGLLALSSRIG
EVVQKGTPTEIIMSIPSHLYHVSKHLPSGGDIPKCAICLEDYIEGDVIKCLPGCNHELHGSCVSNWLLQSKQCPM     
>Bden_Batde5_33847                                                              
MELKSAETYDTRDTEALGIRVSMWSCEVTASYTIEDAVLELVIQLPSSYPLRLAQVGSGKGGGRAAGINEARWRAWVLSV
SAVMASQNGSIIDALTVFNKNISMHFKGIEDCAICYSVVSAIDRALPNKQCKTCKNQFHGSCLYKWFKSSGQNTCPLCRQ
PF                                                                              
>Bden_Batde5_5217                                                               
LGCKHYQRATKLQAHCCGRWFSCRFCHDEVSDHNIIRTFTTTMMCMYCNTVQPAGQTCINATCGKKVALYYCHECKLWDN
DPKKSIYHCKDCGICRIGKGLGQDYFHCKKCNVCMAISLIGRHKCIERNLESDCPICGEYMFTSTTTVIFMPCGHCIHFK
CHQEYIQTSYQCPTCFKSLANMSEYFKRVDAMLAQHEMPPEYANIQSHVYCNDCEKKSNAKFHFLYHKC           
>Spun_SPPG_00169                                                                
MARSTSVVPRCPHSPHQSCLVHCKQSEACIVKSSADELADVKEADMGEPDISSGAEEHTYSDDEGPTCSICLQPMLSRMF
VHPCYHSFCFQCICQWAQCGRACPECRQTILFGVVPAKGNDGYEKYEFADVTEAWPQHFSRSDVRYRTRNRNMYRRTPRA
ANREPHRHFLLEQPRMVTGDAFRRHIYAHGLRAKTMPVTRDSKFKEITPELFKRNPDLIKKLVPWIRRDLKVLLRIDDVE
MIIDVIIAILQREGLESQAAKSALEEYLSSHTEHFVHELVCFSKSPWMMEVYDTMAEYVAPDDTQNSETSLGNVARPALS
ERQVEHVHRACKSPCTLPAESSQTNGHMNVEQVSDTASYSAASGSQTGEDSEQDPSTSVGNKRMSFSDNDRQDLIDSESP



TCKKRHKRKNPRRKLHLEKSVRDAQLHQMIQSTVSNSIPNGGHGGGPDEEHTSQLSSPNYA*                  
>Spun_SPPG_00336                                                                
MSDNNHVNNIDNNHDSSNSSTSGSENPSRPLERARLWGEIEDAEGDAPVNTSGPHPSRTSFGSGISIAPRSRVLFHPIPR
LSGLGALSGAMTEDGTARSNPAASARAQRASRRETLRNLPPDFPPIPPELSAVNPQETAPDNIPTFDFHLHLSDQGTSNN
ESNPNESSTTPTGEPRASDETGQVPADQPHTFTLTFYISGENGGRLPDGHSVLFWPRSLRERRNASRQGGVNEEEEDRTG
NLPILLLSMLLERLNSNPPHLQGQPPASDIAISGLPVIYLSERRREKHKLCAICQEDFIAHTLTTDPLPPDEEILRMPCH
HLFHRGCISTWLKTSCTCPSCRYEIATENEDYNAGIRQRMAKRDEELSNDPDTDNEDENNADDEDSSSSNTAERVIALPR
RTARSTRIRRSPSPLTRGKKRHRDEEIEESRVESAHETVGRHPKRRRQVHPETTTSSSSTTLPPRRIRRPATRRLP*   
>Spun_SPPG_00799                                                                
MKRKRNPLLDLADSVEGGGGTSSPSDETEDSNNEGPSSRSGKASASNPSRGEVFPAHLALPALPASLETHSHEELVGFIR
RYHSLLKHRTSRLSALDSHLHCAICTSYFVGPYNLECGHIFCYHCILAWFNNLEQNSRPKKCPTCRADTTCRPQYERTVS
RLVEDYLTVVNDEESRTILQNINELRDSHAALTNHPFHEHFPNDFGDRILPDVDDGVVRCSRCNWEVLNGTCQGCGNVYR
DARDSEESEEEVDYFDEPGWSDSESDLSFVVDDGDGPELGGGPYFSDDYEGYSGWYDESDFYDSDYGLDYDSNYGLSDLD
DMLDGLSDTDMLGGDDGYPWHDEDSISPDDDDYMRRHPINNRHYDDSDCSGSSFDRMFGDSPDADSSGRDRKDANVGRIP
PTRNSPPMSSSDSEYFTGCDDQSQDEGFEVNPIGRRRSGRPLPISDSESDDENQERELDHDHTDQSRDVRRHRKVSGGSS
DDNDASPVIRNEEENEDSEENEKHCTVSGGLSDDDDPCPVIKKEEKSRSPVKDEKLRRSVRLDHTSNRKGKQVASTANKK
VDTESQLDQRRRSVRLDRTSNRKGKQVASNANKKVETEPQFDCKEEVDVPGTSEAHRQRNGKKSQKTSDVNKKVETEPQF
DCKEEVDIPGTSKAHRQRNDKKSQKKRKLHDISNAEVRLAEVGAKKGTESSRPAVDPERKKRKKRQKSKPNSN*      
>Spun_SPPG_00999                                                                
MGNQLSSSSSPSAPAADYDEARESSLQATNHPPPAVDDAFPSIQTSLSTDSSSSSSSSTSSAQHNSHLYSTSTSSSSSSS
SSSSSNVHRHSSRARRRQLFSISPLVPPSLIFRNESRGVMDALGDGNDRRNLRVLRRLRTPSERRPVDSTRNEEEAMMDV
DHQNESQQDQSVQVEDSQRPTLPGFNEMFGFPGSQSWSPLSPAQPPPPLQPSSPAPPRSSTDSSVGTSSSVDSSDVPGLA
RPASTIRRRFVRSLLEAIMSGLPSVDGRNTTTTSNNNTSSAGTATATPTASDRIQPPAGMQSANLTDLLQFLRSPPPGAG
TIQMSPAEGPAGLSSFLRALRGRRGREAEDADGGASRRSPVPVLILIGRAVRLANGQSVPTMEANATGETAPEAAAQNAT
DDRASRLFGELGNEGNPSVASFAESLLSTPPVPAPAPAEATPSTTNTSAPEQPAGEANAEGTPGQDPANPSARRSIQFMI
YFIPNRRRTGDATAGPTAASNVPIPGASPEAPTPVPLFPTQPAEGDSRDRNPFADILSSIPAGMPPLTHLFTGGQSTGAV
DAIRPDAPPASTNLDGSSPFTMPLPTTDTLNPNTTTDTNADPATATQRPGGRNVVEDFAITIILQLVSNMLREGSMNGPG
GLLGGTLSLDIATGAENAGNGMSYEDLLRLAEVLGPARPRNAEQSDVEAQLPTVIWHSNEAAGDDKDDAKGKQRVDDTSS
VVSMDIDDHAEPRVENPAKEEKDKDEKDVKTEPVQWGIKDLLASTREKCMICLTPYEEEDQLRIMRCRHGFHRECLDQWL
TQYHNSCPLCRDKAVHSPASQEAPPNMFGGQTFNPPSTTTPTTTTTTTQTSPTPEEAGNEPRRGGFLRRLMDMFPGRLGG
GQEQTATAPADARLGTDRPGLPAAVIVFLG*                                                 
>Spun_SPPG_01032                                                                
MGGAEQSETAVEGDGYATTTDDESICAICFDPPLQFGLLLGCDHIFCVGCVREWRNKKNKTDDLAGSSVIKECPVCRSPS
PYVVPSSVHATGPRKEVVIEAYKARLLRIPCRYFENSRPDDRRCPFGNECLYAHNDEAGNRVDCSRPSDRAASRIARPRS
RSRFMREAEVAGERVIQLLRAWVSDARRTIASDDEEGGTLSITWEDEEAWMESAAYYLQDELSDCYSDEDDWNDEEIYAD
EEDSASINEYRIPSFSAIWEEYGSAEETTWEE*                                               
>Spun_SPPG_01048                                                                
MCYQTRVSAKDLAYTWEWAPNPEQWIPYDTPTAAVIEQAFLSRLKSTTLNVGPYFMMYPRTYTFHFDYESGNFYQRNRAS
GMCRTARRRTGEEQMKTIDSKLVEKGDRCVICQERFDEDGAREIVQLVMCTGHYFHKGCISGYLKVRDTCPVCFKNVEA*
>Spun_SPPG_01631                                                                
MRFAIFGCLSTALTIAVVANAWAQRGQFFTACIHLTRSSASLMILLNMGLYITILLGRALQRLFFGQLRALEVEHLYERS
WFAVTETCLAMTIFRDEFDIRFIILFGLLLLVKIFHWIVQDRVEFMEQAPNPSVGWHVRMQTITAILAAIDLAMIVYAVQ
YTRTRGPSMMIIFGFEYTILLSLVLSTFVKYLLHSYDLRRDRPWEEKSMYIFYVDLMHDFEKLVTYFCFFGIVVYYYSLP
LHIVRDLYMTLRSFIHRCRDLIQYRRATANMNERYPDATPEELSATDRVCIICREEMDIAGNNVVPAAPVNNGQPRAGAG
GRVPAAGGPRPIAHPDTPKKLYCGHIFHFHCLRSWLERQQSCPTCRRSVLEQPSAAAAQQAAGRPPAGGAPGNAVNDFQA
FWQQHQQLFAGGVLHAAPGVNTPGPSVQPQANGGATAANPIRTLMGEPQNLPTSSIPDGMMFPITLTPLIPLTGAHSGQP
QTIPPVLDHLSDEQLQSMEGRSREAMMERIRALQNIQHQLTGVITQLMQISQIIPPPSATPGAESGSGIGTSRSGDSDGA
GVNAGAGSSSSSSAARDETVDKKGKGVAQES*                                                
>Spun_SPPG_02292                                                                
MSRSAPFRRTCPEIVQKRIEYARELQFFVVQELGPMAFIIKEPNAPSPSPDSVTANRTGRKFKVGLGSLQTCTCSSFMKD
GELCHHTLWVMLKVFGVPQDSDILYQQSLVEREIAELMRYRNHRRPTLPPPEASPKTSSETSSEAGIPPRPIQENDICPI
CQEELISSSSSLTYCKTSCGNHMHVKCVRVLMEHQSKSMGLDTVKCPLCRKDLGTVEELKTQLSAEEKGDRQKRKEKTRK
PALHKGTSCQECGCLSIVGKCHRCTVCQSYHLCDKCFTSGAHSDHTFTHRSRPNSPSRLSPRRVAPTFPQAVLEDMQTRE
LGDADYEALLALDSPGVNQGDIPLHVVNGFPTDRAVGKNWVGDSCKVCMQKIQTGDVVRKIPCSHGFHRNCIDRWLLQCR
TTCPTCGLAAYSSITADSIDTTTGVGDPIDLNAANYQAAKYPDKTKRKKKRKEKKAVQQQSSEEHTRASDSSLNAMIIFG
SRSELMTKLNPEEMQICIAGDHAFADQTGGSTSGATADSVMNAPFSRQTSFRSPIEGKMSPTTSSDRRNKQVLMGIRGRQ
PQSVLKATKTVSEGITLPPIHIKGIHGICSPLPQKDNPNPNPNPHKARKAKLRPQKLSFSAGRHGTSGQDTSLNDLVSTR
QLSIGPQMQRPLVDM*                                                                
>Spun_SPPG_03188                                                                
MYLYHLCFEVFLPVLHTPSTPKFAFPHSQEPYAAGSLPPAFPTDIFDRLLPSYRIGTVNKFNKSSKIKLKKESQLPKGGG
KAFCENHSELGPDASSGSGAKSPSEGPCHRRRTRQFPSAGHSVADWRIGTLTIEWYDMFDGATNKGAGASAGEPRTPKAS
QPTREGGGSSTLITETAAVTRADTESAATRNNELPGCSRTEFLEEDHALPSRRQRTRSAKKKQKAHTIPTSGAFIPFRTG



TTELNAGILHLYRERADVEDILHQSAIPLQSDPSTERLTPEEMSSVKGTGTILCVLAVPSYMTAQDFLNFVGPLRDEMSH
LRIVRDSLPNRYMVLIKFRDAQGAERFYKDYNGREFSSLEPEMCHVVYIKSIEFKSRAIPPYAFPPLPDDPSTLFLPTKV
PLSPANAEVSASPNSGSPSSTYNIPSDVAEAGEPRTSPYATSPAKSPTLMTTNQLLELPTCPVCLERMDASVTGLLTILC
HHTFHCHCLSKWGDSSCPVCRYSSKVSSSLDSDDDMRNECMDCGSTENLWICLICGNIGCGRYQEAHAQNHFADTQHTYS
MELETQRVWDYAGDGYVHRLIQNRTDGKLVELPAPNRTHSSEFGENLNGSGGGRAEVGGMVTTEKMESIGLEYTYLLTSQ
LESQRLWYESRLTQIETALTQQSSELTGALSQMQAERDSAVKSRDDLQAQLTRAERDNRALHSRLTKILDRVVSSEKDLK
EERALTKSLLANQTLYQTKIASAEQTVREKDADIADLKEQVRDLMVFLDMRKQVEDSGVGEVKGAQVVGVAPAPPTPGPK
RKGKGKK*                                                                        
>Spun_SPPG_03279                                                                
MTKNRSTTPVLDRRQKTPAQPEESLQRRRRRSNRVMEGDLDAPETPVLRRSRRQTPHPARGADNAHNDTQSEAIATNVPQ
AQPRKRVRGASHDTTSMLDDEFPKVDSLREEVTPGSLKRQRTDAWGEDIGGEGSGVESEGYHITLADDESLSDRDSGVLE
VDARAPSDVSTSPSAIIDLTSDTTTLPNSTHTDTTRMAHIIDLSTPVVSQIRNPVQRSPSSEAVFDLTQEEDDDLQVLHH
IPGVRLPSVPRAFTSGMLELGADTLSSPEAGGSVRAWIESAFSRMLGTGSRSVPNDNLHEVGGQSPLQPQSIRSIRPRLP
SFNELQDNLRTTVARPQPPPPPPEPENPAALKCAICLGTFSVNTNLSATICGHIYCEDCIKDVLKGILGLGFIGWWKKD*
>Spun_SPPG_03299                                                                
MIGTISAFLLIACLPSMAQTATPPYIHLSQVAPVPGGNIASFPVKGNMWRAPGTPLEGLLPNKDGLPGILQDFRDACNQT
EVAATISKLKEISSDIIALVDNVPSGIPPCNASVKFANLGQDVKGVVLALGLATDRPTEPLSVANYPVYRIDAVTYSRIQ
DEVIKSTPPDQIVRAILFPADLTPNIWQFVLIVVVVLLGVSFVTSVIMHFWLFRRRRLAEGQLGAGGAADAPWEMRVHTL
DMSVVQSFPTKVYDSTEAKLERESKRRGRKAPKVQIIETQNSDEDLAALPPPVDQPIKGMKVEGMPMDVPGGSMATLVGE
DDNIPHLSRKSSTRSVRTTASVRTVEGGISADTCAICLDEYEDGVILRELPCKHLFHAECIDQWLTQQSSQCPMCKEDAT
PEHIRLEMEKRGIGIGFNLQDLEMGRLPTQERSVPETGSVPAQAAQEVDANRLVIPPWHNVRNVRVSGQQPLFIAPTLVD
RLAQVSNSPTSPTTPSLPVVPTVLEENDGWGIVDGHESIDATGVSSPLDTISTARDEEPPKKPLGS*             
>Spun_SPPG_03906                                                                
MPTVPQSLSLPQHAAILSSLSRHVLRVLFCLQLLAMFATSLPSPGLFNPRLPVANGIFAEGKIIVLRNNVSCQDRLAAFG
PQLPDPGLLGFLVSVSKLDTHGKNTGCTPVSATGLSNWIALVQRGQCGFVDKVRAMQASGAKSVIVGDHTPHSGLITMFA
TGNTSDITVPSVFVSLLDYEQLQREANAQYGYGPGVEVLLIPNDLDVPLLEIIIVTVVSPAAVMICMYIMWSYRQYLRRQ
QELAPMRLVLNLPTRVFSMEGGKENEPIRCAICLEDFQEGEQIRILMCKHEFHVDCVDK*                    
>Spun_SPPG_04322                                                                
MAAKEEPAFIQAAFRTNACPNDGRPKAQRGIFAPDGESMEGIPTCSICLEELGTIPEVPLEEECPSTVAGLKGCGHLFHS
GCILLNLRIHNTCPNCRHPVKGPARGRCSIFFVPKISYEEPIGVIDGRSVDVSKEANGQTSTIEHVLEKCRVLSTRLCES
ERLLNESKKEVQLLNKAKDDAEAHAEQLQETIKLRDRALQRERKHMEECDRQTRQEADIKIQEIKRQCDSRVDEISAYCR
TLESNLRRAELIALPHTSDDFTPAFTQAIEHLTEMSDFKLALYSYHRKLETCKKSLQQWKDRATSLLKSSKERKSELAAA
REMLQDKTAQLARLQETHDMVQKDIRSREQELENKIVELGNMKTRYLAAQEEIIILKGQLVEWNRQEIAVNDFTPSTHGS
SVKGSWDKVGAAFMQRSDATGKKRTTTEVRDTNPFAAIAVAETSTIKARGKRPSDHCRDMQMEDGNKRQPSDPPAPNDDR
AEPALTKKRKTVKQEQQSFMKQFFKGTVT*                                                  
>Spun_SPPG_04388                                                                
MRAAIVFVTALCASRAWGMPEASFFTAVVSSASSGNLDTYDIISAQPITGIQSPVFPLLFNTLAAPASWVGHVQDVADGC
AFNTTTLLSLGNIRRVPLLELGTADCEPLDALQGISTLRPAGVLVYAASSDNQLKYPDTLEQSRFPIIQIERKVAQSIKT
AILELASRNITGAGAVNTSMAIAYAAVTQAIPDATPSPRIPQGNVDVGLLWQFGLALIGGILFFGIPCTCVLSWWARRRI
EASRALTLADVEANVLVADMSSHQSSSNLMKETDLKHFPIKRYRPHQFKRQQLSICDEKISVKESMKRESGAPQTPTTCP
PDFLRTSTFPDSTITLSEEEPQPPTHQSIPEISDTASLRSTARSLAYCIDNCPICLDQFEEGEPIRELLPCQHYFHNECI
EPWLTQRKSICPMCRINLLETCGSSPNIPGVDLGDGLTAPRVEERRALGQDQPVVHEELSVDNAATHPYRVPSYPHSDIG
TRVPLYDLADGHPRDLSNS*                                                            
>Spun_SPPG_04884                                                                
MSLSLPANLQSIFRTISGSVLASNQQQTNQQQPARQQQPTSSSSNTSMPYGTPSQPSLASVTISPRQSESDMQVDDYHHD
HHGHHHHHHHHDHDHDGEWDEEGDYDGSDVMDDGDDGDDGQSGGAGDGHGSEQSTEDKEQEAKLHQHQTDLRKRIMMIQQ
DNSIPPADKARRIQELMTQGWSQKQQSRSTVNTRVTNRLENRRSNFNELTDADRQPTYHDKANGILGCKHYQRAAKLQAH
CCGKWDTCRFCHDEVSDHNIVRNLITTMMCMYCSTVQPAGQDCINEKCGRRVAKYYCKECKLWDSDPRKNIYHCYDCGIC
RIGKGLGIDYFHCKKCNVCMAISLKGRHKCIERNLESDCPICGEYMFTSTTTVIFMPCGHCIHYKCHQDYIQTSYQCPTC
LKSLADMSDYFRRIDIALAQQQMPPEYADLLNQIYCNDCEKKCYAKFHFMYHKCVTCKGYNTKVLHTVDTSQVPPDQLKL
VLALNETAGGSSPASPTTAVNPEPPEVTQEESTRRASVGGRSSTSRRASMVQRGVTYFCHQCQAATNPVMVAGTQRCGTC
DSDFLEQL*                                                                       
>Spun_SPPG_04962                                                                
MGATGKRGFASSSDITIDTSKRRKTSGGDGVGEDEAENTPLTELVPLFDYSEIHQALQIVDTPDQHTEEDPTPSQEVIEP
TQRNDVEYTNYRSTIVGIRYYKGMVGKGESVILEREPLNPYDRNAIKVLNMRNDQVGHIPREQAAVLAPFMDAGTIRVEG
TVPYGGAHHVFFLIGHRSHKGSLGDNVYRISLDLEVYGPRESYDQVMAALKPFIGTSSKGPSSSSAKGPPPQPLPQPLQD
LMQAGTKADVNESRKVLDSLCQQGKEVSDLPLHPSPPALCTRLHPHQLQALAWMVHSEHPSLPTDESDQRQFWMKRSDEK
GAYYLNVATNSPVRNPPELCRGGMLADDMGLGKTLTSIALILSDPTGAPLIAPPATTSTRAKYGHQTLIVAPLSVLYNWR
EQIDRHVPDGKLRYLVYYGADRPQTAATLKKYDVVITTYQTLAMEFNEDYSETTKGKTKPKKGPSENGLLYSIKWRRVIL
DEGHIIRNRRAKISNACYALTSERRWVLTGTPIINTLDDMFSLIKFLHFTPFNDHQWWNRCFTRSLRLGDRDGLTRLRVL
MQNLCLRRTKRMKINGRPIVELPECKVFMFRCEFGEEEREVYKVVETESQRRVEEYVKEGTMSANYANVLVFLTRLRQIC
VNKDLCPKHFIEELMSNSFATPTQLDLTDENIKYLINKLVEADQNNEDCCVCLDTLKEPVVTPCAHVFCKACISEVKSTN



PVCPMCRGDLENRVLLPLPPPPPPESSHPDPTPTPIEPSTHPTRNLPFKSTKIHHLLRFLKATPPNEKSLVFSQFTGMLD
CVEPFLTQAGIRYVRFDGTMSMKRREDVLRRFSGVATKRPTATPRKGKKRMADEEIVEDAHVMLISLKCGALGLNLTPAN
HVYLLDQHWNSSIQTQAIDRVYRLGQTKPVSVVHIVVSDTIEERILSIQARKERLISDAFAGIRQAGKGVVDERRERRAR
VEEDLREIFGI*                                                                    
>Spun_SPPG_04980                                                                
MAEVITSVENGPSNLESQPQIQPQSESATQEESNTTAAPDSSANPNSAPTHGRRRTFLQKLWLIVETTYNVIHLLILIIF
LSLYRSSCDAPLNVYLIGLLVMEVVYGVPAKPIMYFVDRRPEWRTSNVWRRVRKLWGTCAGVDVVWFVVGNVWVFRSQTC
KTQNPQLYWLTFAEIIVRYATIVLPLTLFLILLCVFRGRVRRDMLGYPELQTGLTPLELTRLKTFSFNELSLPSQVEIIV
DDSSHTPNSHLCSVCLTEYAPHDRLRELACHHRFHKACIDQWLLDDPRTLTGGHRTCPLCVREAIKEEDRDPEWVARKKR
ADEIERTVEGDMRRAVEESRSEAVRRAEAASGSGEGGAPANAGNAPGSEDTGGEVSGNRESSAPTRADANGRESTESVGE
SCARPSVEEVRTESIQQT*                                                             
>Spun_SPPG_05164                                                                
MPGPAVLSSTPPVTSSTQDPTECIPPQADPGVIHIQLIPHSDTPGRPVLGDVVERKFEEGMRVRSGRQVIREGVPTVMKG
SKPPTDNDIWYSSKVVSRNHAEMWVKDGQIYIKDIGSSSGTFLNKMRLSPSGKESRPYPLKEGDILQFGIDYKGKPDDIY
KSVMVRIGFYDQSWVQAQRRKANPARFRTALKMLLAAANPYASANSEQTQEESGSTDCCICIGAIGPFQALFVAPCSHCY
HYKCVHGLLAQSAMFQCPMCRQVANLAASVSMDSLFDDEDESASSVAGDSIGRKMGQLRAGEDNPDATLSAAQNAIQRLQ
QSGQPGSGDVTPRNERSGTPAPISPESDTSGRSTPNPLGEPSTRRPHSGGASVGGQQSGASTPDRSVASPTARAPKRRSS
ITSKINALLRRGHRDTSSSSTHHEEPSPPPVPIREESLRRSEPPIPDENDEPPVSPVSPTSEEGLKRNMTALTSVAGMDR
DRSTHDIHEDAEGGNEGDISNEDQ*                                                       
>Spun_SPPG_05247                                                                
MPSVLSPPFLQGSNESRNPLRFLRTVALGCRSPPDTPTPSESIRILLTPQPTSPTTGTDPIERELQDNVPIRLGRQVREP
TTTPHKQATTAAGVLLPSSPSSRQTDYIYFKSKVVSRHHAEFWIGRDGQVYLKDTASSSGTFLNRLRLSPSGKESRPYPV
KSGDVIQMGVDYQGRSEEVYKAPIFRLSIIHPPTHCATLKKNHLTTRFRKTLHTLLTLANPYSTTSDPSPTAQLQDCCIC
LSGIGPYQALFLAPCSHCYHFKCVKGMLSEGDMFLCPLCRQVANLDASVSMESLCDVAGSDDESVAEESELGDEQEQDWG
SNIAVAHEETLELPASLSPSPETDPDVYATFRGDMSRYLELAGDDGKLSRGLTLMASSRESES*                
>Spun_SPPG_05609                                                                
MARIWLAFVVAFLIFMAIHPKPGILPKKSDSVALSSDDEAVNIHILSAGDRGAVVGIPALFGAPIQKPAKVRILILENET
GCRPFKKPLLLANQQTDDAYILLPRGHCPFDVKILNAQRAGFKGGIIYNIATSPYYDHPVRMSAVDATDAEVQIAALFVT
DFDGQILKESAQWGQGVGVVRALIKSANEKLDSDQLPSGQRKYPHVIDPDQAWDGVFTGIWGDALVSALCFFLGALGAMA
VGAALVLLHNRIFGPIPLQSPRPGTSAMIKIIVGEDGEMQVERVRLRLRTVTQEDLDGLELKFGKTEEKDGKGFSTDCCA
ICIDEFKIGCKVRELPCRHVFHQSCIDPWLLNHALVCPTCKREIIPQLSIASPSAVSINVNDHSPLLDAHSGSSLPAAAV
QNVIAYFGSFFGTRNSSEPVEEVLGMDGLF*                                                 
>Spun_SPPG_06259                                                                
MSVPAFHATRNEPNVQSNNLPPLAPAAERLRRALIDDRRIVESLPQDRRPPLISFQRRSKIGNAWAGSSLYSAALQDHFA
RSLSLHRVTVPSNAVISRQSAPFVSGNGRLSTVLAKPCLDPRKRQRAKWEREKDIANRRKSPGKTLLDPLQHAPLACRGA
QFNDEKEASLDPPAKPLTLAQRLGIVARPPPRLTSDEWEIVKDLSLKRDNGVDPCPICQEPFTTEHQVLLSCSHLFHRAC
LDSYERYVQKKSCPLCREANYEKRLIFEGKKRYLHTAATIIQKTWRMWVKRRRYQTYRKNHPPNDRRLLSSWHMERLSDY
TDILAQQVHFESQELQSFLREMDNTLAQSRTTINETSAKFASLQVKACLTQEEWDEITSRACERGLEDDCAICIMPLCPA
PKAGSKRPAKQLTLLSCSHIFHAQCLKCLEKFDNNLHVHACPVCRTEYERILL*                          
>Spun_SPPG_06337                                                                
MASEQSSNAVAIPTPSKPLPLTPNSNASLNLAKSAPSRFHPDTLSFSEQHQEQPQQLVPPLTVRLQLFPHSDRPAHHSHQ
HDRHHHHYTAFSFTPVEKDLYPGGIIRIGRKVDRHHVGREKTRRGDKSNNVADGEEEMEFVIGSPPVAELMDEMEVDRET
SENSSQEPGETIKRRAEFIAFRSKVVSRTHAELWVGKDGQVFFRDVGSSSGTFLNRLRLSPSGKESIPYNLKNGDVVQLG
VDYQGRQEEIYKCVMIKIFITVKVGYKPKLNPHRLRLAVKNLVIAMNPNADSSDPSTHAEASTDCCICLCSISPFQALFL
APCSHCFHYKCVTPLLGSGVMFLCPMCRQVANLEASVAEAENDDEWENPEEEIGTNGSGMELTVNGQASGSASGRPRSVR
SVSGKPSQADMDSRIKQILSEADTPVPRVTANDLDALLSDGEGTSDPASTTNGPVADVVGSPPDSWGITLARPGKSSRGV
GAPVPIQRSGTKVNHRFRTSPDSPLPVLPSGLSREGDRKGGLVGDVPENIAASLIGQYAAVMDAIIASIPKGPERDEVKR
KVAELEARSTDVLNGVKASASTGKGKQKAGMGEGSSDGDEEA*                                     
>Spun_SPPG_06350                                                                
MKTRLLLALGCILLHSALAQFPDPSIEYGYALIYNSQPLTHDTLGATSNSQKNSPLVIGIFSNAPAVKGDIVPFAGMPLP
GDNAEGLLIHYNDGCTPAPNISLPLDKPTNRFVGLLNATSPVAPCPFPQRITDTITHLKAHNGVGLVVYGDGRHPVIRSA
ITASWPTEFALPTYFIDMGLGGFLENFMGSTVNGSEFKFGPDQSVPLVVGQPFPPNFPLPAQQQLVNIMVRIALRRGSQS
PFPPLWKFALVSLAIFTGLSIPAAYFLRRRAARQLRGPLPGQPPAPTLLSASHLQHHPLVVFGDLPDAATIDPTCSICLD
VYSPTTMVRKLVPCGHVFHPSCVDRWVTEVAGVCPLCRVDLVGKGAEQVVPVRWWTRVWRKLTRRNGTPTAVDVELQSVA
ILPTAGPGSNGTAIPGTVNDHVDHGENANVHVDHEPTPPPPAVTALRDPPV*                            
>Spun_SPPG_06574                                                                
MGREKERRVKGNIQPAASSRAAELLTEGFGGLTVGLGAPAFGAGAEWELGDLHGDVKVLFKRLSKRDTVTRIKALEDLSA
YVSSEPSETVKDILPAWSKSFNRLVIDADRRVREMTVTVQLGLVRQVRKQFAPYLKQVIGSWFCARFDANKEVARIAGEA
FQTAFPSKQVEVLVYCQSEILDFVIDTLLHQTPETMSDPRFTTPEDVMSKYARVVSSCFYMLAYLFDQLPLSEITKSISK
YDTLFDNPTFWNMCTHPLAPIRRASYALIKTISRVEPEILKKRLDILVPIFPGKVFSDKDPSTHSELWESLVFFTKACPE
SWLLPSKRPPLQKLFGFLRHGAFGSVGVSYPSLLALLACLPPEILSKETFAPEFLSNFWQGLESGSIDKTNDHIFLESWF
ECTLFLIVQSGGQDTAQERVEGDLFRPVFVYLFPEKYDVSKRLKPRNVSTITAKYVYKLSTSSQIPTSLVDCFMKTLERV



LEGAIVRGVYPDEAAIGPEFESMSVRCGELLACLAEQGGSVRDSVERIATRLFCRILDVISPNERLSGHAHLLATLSTSF
SSILTCPETHTLLTTFLTRLKSLTTHPKPASNILSMLVIYLSVLPSTAVRSVWTQVLDFVFGMDNVIPCFANLMTLVLDT
VQADLTDPRIDALVTECATNRLERGEDVSSVEVVVATCLRFGPESPVLTPETVQYITTILQTVLSNFTTDLVIGYHDATH
TGRAFTVLHILQHLSNTPIMASMIPDILDLAFVDGEDETGDVREALGVAKRLWEGYVCVDSDVLVKRWEANVGNVEYRGS
IDTFVSQFKSIQSKVSDSLTARLIHTPSFWQSLYSTYHVYTPYLALTDPLIPLTDDAHPLPTHETDVYGNSVLVRWIGII
LSFARNASFFEDRGWMLGQVVVWGVLWNDLTSLHEHETKVVEWNIPSELNNVLETVVDSIHVDPDFHTRLATLFRDVVNG
SNVSVQPPDLLSDMLCSLLRSALDSNLHARALHTALDKVFPKVGLHHTDAVLWMDFGLSVECRFVRGIWNDWVLDLLAEH
RDRGIRTLVSRLLDMERKVVRTTGSETAITRLWLLVALLQKDSTTLVDTSKLLNLVRAIRGWYTEPVGLDLNRHVAIFLE
SVVRHVDVGIHVGQWVLEVCQKWIQGGIQSTPESRVLLFYGLGLFSALQDAAQVFPDTYPTLTDRAQEIYSTVLDIFVNT
SPEGVSDPEQDIWTRIADFVSSVPDSILFSVPGSTLYDLLYVPINQVQTTAYGLIHKHVVRHVADASLRVEMRKEEDVEE
IPVDVVNSVRKRGMDDPHSTFGYLLSWMILFDHFQDATFDLKSQYVSHLRRLDLLPTFLDDLFGLLGLGSKMFDCSRWDV
ESFELQGFDMTPLSFSLLSAHLYYRTLTHTPTLLRIWWSECKNRQTTLSVESYTEKYFSPLLISTELSQILNADLSAYPD
LSVRVNKTGCEVVACFAIEDAVLEMVIRIPRSFPLKLVDVEGGAGGRSAGISEARWRAWLLGASAVIGSLSGSVLEAVKL
FGRNLGLHFQGVEDCAICYSVIGVIDRTLPTKQCKTCKHLFHSSCLYKWFRTSNQSTCPLCRQPTF*             
>Spun_SPPG_07264                                                                
MNSQRSAPGNYTIQNLFGTDSDTETDDSITSESELEDRTTDEDSMDAHGDTVGFSGEHAWEGGARTSTSASMTAVTSALQ
ETVEDAETIAHQQDLRKRIMAIQSNDGFSAMEKAKKIQELMTSNWNTTQRSQSSRAALASNKLEHRRADFSVVTDHDKQR
TYHDKDALILGCKHYQRAAKLQAHCCGKWYTCRFCHDEVSDHNIVRNLTSTMMCMYCSTVQPAGRDCANVRCGKRVAKYY
CPECKLWDDDPRKNIYHCHDCGICRIGKGLGQDYFHCKRCNVCMAISLKGNHKCIERNLESDCPICGEYMFTSTTTVIFM
PCGHCIHYKCHQEYIQTSYQCPTCFKSLANMSEYFKRIDAMLAQHQMPPEYATTRSHVYCNDCENKSFAKFHFLYHKCGK
CGGYNTKVLRTCQAGEEDLILGKQVGVGGVVAAAEGGAGEDSGGGGEAGGLVTSQFDISPPFFSEDQMDVEQRRGSLAVE
GGDGAPMVAGNGYEQNH*                                                              
>Spun_SPPG_07772                                                                
MSAAPPPIEVLAHGTPQSGPPLSDADQALLEAEARFAEEHRGHEKQHATMALILIMGLIISQLGILVWKKYHIKSFQLAT
LLGLWIVPPIMGFQAGNMRYVFVWVLFSLANGWIVRMALQNPMQSVTPRLVYKWYTWVYNLSYGIGVVGYVVVLLSFFHI
PVVVGIRMETEIKFFETGVILLFYGLYFGTLSRDFVERLSDRMATTMGYYSRTGFPRKHLRSNMCAICGDTTTSDGTADS
SQKLHRLGCGHTYHEKCIRGWTIIGKKDSCPYCKEKVDLKAFKKNPWDTSQMLYLNLLDALRYMIVWNPIIFLIIHLVFE
ISGLK*                                                                          
>Spun_SPPG_07926                                                                
MSTNPPIAQTETQSSSPVDNWADDRNTTFGERLQPVEPHPGLSNGSYSDYRGPFEDDRNGTCSTSPTRWPDSNSWSYDYR
SNGACSSAPSADGRLTTFMDDRPGSFGHWNGGERDKWSTSSAQSMMNSRQASEGTDGSEKSTGGREVAIDPGGDALKRLW
DWSESQRPGPLDPGVGPYNAENSPRRATTKRETIDLTDLPSDEVDGNSSDVVFVDDSPLPQKRKAESINCYSPRRRVDYQ
SEFGRSAPPMNCFGPGNPYHTPQPVSSGPFSKYSHPTHPYYLPPPRPSHLPPPLSTPFTSSIMSPPRQYSQHSSPLQHPK
SEVHVIDDTSPAPYEVVDLTDIDASEEAKLKRRAASEPKSSLSSPEMVCYGIISSLVQPLNYDVYRQCSGTEKCLRVRIV
PETTGSYTKHALPFHVLTLDGQRLGKLKEDVSLALAPFYRSLILEANIPRYQHNKYTAPLKLFVIGPIQLAAAIGAILSR
LNIQLEEVSKTCQLKVRYFNPQRAASSAMGPPLGLPCALYRPERVAQATNDDVKSQIDAVYMSLTAAEDLPEAEPDKRLL
TPLYKHQKQALHFMLERERRVDFRDLSQRSRSLWAYENGKYRNTVTGDAVHVEPAQALGGILADDMGLGKTIELISLILI
NQPSQPVRYEQLQHRNQRTPDPYPFLPGRQVPPPSPPPVGGEIPSRATLIVCPLSTVANWEEQFGSHVKEGAVKIYVYHG
PNRCQDPTVLANYDVVLTTYNVLSLEYGKNQKARSKQVDSSAPQSPQSPLQSVYWLRIVLDEAHVIKERSTHQAKAACAL
RAERRWCLTGTPIHNKIDDLFSLLRFLGLEPFNHWRDFSHFIMKPLKNRSEVAVSRLQTVMKLITLRRTKHQMIDGKPIL
SLPPKNISVFKLTLDASEQALYDRVYERARNVFQELDDSGRVFKHYATLLELLLRLRQVVTHPALYRDQGDVGETIGEME
KGEDMPVLTSERAAHLLSLLRDAGDDKCCVCSLSVDGGGERTVVVSRCGHMFCNECVRAVLGEGKEGMACPMCQSRLGKA
DLKEIKDIDAAQGIDDAFAAAVAAAHHNAPGESSPPGMSTKVRTLLSDLIQVRSEYTQRGEAPIKAVVFSQWTNMLDLLE
PSLRTYGFGFVRLDGKMSRQDRTDAMESFKTDPSVTVMLVSLKAGGVGLNLTSASRVYILEPYWNPAVEDQAQDRVHRMG
QTREVHVIRFVVEGTIEEVIEALKRKKRELVATAFRERTIGEEGVVEAGKKGRRKGTSAKDKEEMQQRRLNDLRALFGFK
DSV*                                                                            
>Spun_SPPG_07998                                                                
MSYFQDHNLPEPGRSRRPRGNALNPNIDDFITDEPRTSTFADEMREAENMLAVASLFGSIRDRPYLADNEAQQTLLDNLI
SQLLEEANASGKGKPPASKEFIHNLPTVEINDEKTDATCSVCVESFFSHHTSTGTAPTSRAIAKQLPCHHRFHAECIVPW
LELHNTCPICRREYPTDDEEYERKKKEAERAASATTAPLEDDEEEDWDPMYG*                           
>Spun_SPPG_08166                                                                
MSEREQSTNTFPSQSEGSDPDMAQLVDDSDTSSNNSDHEHIEGGGYWCHQCQSEISPLMDSGTPTCPQCHSEFVEEIEED
NDPREFVHSDEDDHQDEFYVFGGAPPAGMGLPREGDRGNAGDIAGLIQQWLGQILQPQPGAANNREAGDNQEEHQGDTHE
SDSAEHHDEEGHALAAEELGEAAGGGAAAAEGPDGTQPRGLRFTRRPGRRLNIAIRTGTGGNTEGNVPTLDLNAVLELLM
GANGGDGTNPLGAFFNMVGNPGDYVFGQRGLDDIITQLMEQAGQRNAPPPAPQDLIKALPRQNVTKADIAAHSECSICQD
DYTEGEEVVALPCKHLFHQQCIESWLEVNGTCPVCRYSLVSKQEDNANEGPVQSTSASHQAD*                 
>Ecun_XP_965910                                                                 
MKRIVAYGVSHFILLVIYTMKANHGGLTMYNVLTTTTRNSTAHILHATFLIFLMCSLTGRVIDGVFGSLRSEEIASFNES
LLYFLTDFLLVVSTFDSDINFKNGLLFVMLLCVKSLSWLLGVRIKRDVYASLYTLAYGISLFSGLMALLFTLSCISFIDG
QILFLFEYALLVLASVKNICVMNLILSDDDGKRSLHNFYIDIAYMGITLLAYVIFIGITSLSYRLPLNLFRSALTILDAL
VSKIKTFLSYLRLCKDLEKCVEGSGDGFCAICMDGMETGKKLTCGHCFHLECLKMWCERQQTCPICKSPLAFDMRKESFV
VGNEYISGIPVTIDN                                                                 



>Ecun_NP_597453                                                                 
MNPFVEGLQFDSRLYEIVSKIGKRSEKTKLRGLLELKDVLDTVDVEANIDTLLEIVEDTIKSQNLQIKNLSIDVLYKLLS
SVEDRSKFKKVLSAWLYGFIENPEYVVSRKIFAEFVDIGELEDEFVRMLDFKEDPVLGLVCLQLLVKKGRKDYSRMAAES
IEYLDLNSPRELREVYKLCKALGRIEGLYEKVIAVKGPKLANLKWRLLLDISDTVPECIRDDGKYLDGDILSRVVERLNV
CDDIPVRSPDSLRVVFSKVKNKEEYLKEYLKNGSLEGLCILEFLGDFQFLNENVDFDVVNRLVKNVINIHFQGDEDISKL
VAKMDVKDSSRNMGHLDNGQEDNHFHKCSSIGPDGNEDILKALLSSLDGVQGKRKIIRGDILNVELNPQEFTREEVEEVF
QHSVNVFPKEYMLNTSFTCDLLPLVLKYPEDVEEEKIRKTVCKDSLKLFMDACKDLDLLRSLVFSYDDRSLMEIYLSSDT
PPALDLDFYYRLGDRVDRPRVIDYSRILEEYLDSGFIRSMVEKNVINRDMLYNAVVLQLPSLEVPISTSYTNPFYDLDEC
FYKNVGIREQSQVLLKLRDLYMKIYKGPGEAFLLLLLDAMCDDEDESLDRELRSRGIEDGRNMLGKNVLQSKSTIDRWRG
IYLGENHHFVEKVFSDLGLPSRRCSDRKLEQLLERGGPRAIDYVLRKHDVPPQFVASVDFSYLSNEALSRAVSTLELACR
KGFPINFVELPFEGCPEFPNADRESADDNLLMLLAKSNYRNLRSLDMKGVVRMIERDHLLSRKEFYRKRHTIYLPLLRSI
YGHIADSVLNMYSISRLDMNSVDSEVYVLLRGCFLGSTVLFWDLLLNSLLIVRNISINAFFEKMVGEKEEWRVFLQDAGL
EQRSLFAFVFPNIFSSIPKMEVSLDSFILKEASRTIADVTVKARKLTNGFDIGITYTAGGTLFTALIAIPSGYPYKKPIF
TSEIGRKSLLNLRINEMIKKCSKFMELVGLWKINIDEKISGHRECPICYFVIDMHDSSFPSSRCATCKNKFHTRCIVKWA
ATGARSNCPVCRRPIEITSVKVP                                                         
>Ecun_NP_597269                                                                 
MCLQMSIYRASAYVILQMLDVSVYMPLYAIHGGNRLGEKLTLKNVKIEARGAEELFGHLAKHGEEEGNYSVDSLEIYRIE
DQGNVDSHGGASKDITFGTMSFDFSMLKTILSQNSQQSPGYSPEVRIKSIEIRIPLAVQIFLHIPIVLVAVIVFYLFLSF
GIEERGGLSDKEIEKIPLCPYSGQEFINKGCIICLEDFEDGGYVRSLDCGHAFHKECVDRWLRKNFVCPICRSKMAVEYG
RPGHERRRVHIL                                                                    
>Ecun_NP_585961                                                                 
MGPRKAQPRMARRNGNNNFLNIMRSMLSFLDTRIESSDIDASNTPGGVFMNRLRSRLVDLISGRIGDGDDGREDDETRAP
PPGRDLRGRGRKVRGSARQEVPSVEERNLVDRCNRMMNETEERPTRERRRTRAVSRGSERNGETERPRSEGVEDPVTLTT
SIVVTGDGLGNTQAPSQSAEAQDETGPRSSRTVGSRGFRVVFPRIPSQELRFLFLTPQSEGSRGNIIYEIQINFDVFEAS
SEAPTTATKESLKKSSIVRAVEADKGCECAICMSNFIKNQRLRVLPCDHRFHVGCVDKWLLGHSNKCPVCRTAI      
>Ecun_NP_597662                                                                 
MSQEENHENSNHDAIERKKSKDSEKSKAAGHDNELFFDDAETTSYTGRYKERGMYRPVRQVIIIERQPSLGDVLQRMAVI
SIYAFIIQTFFTVWKKINKRSHDVCVFLILLFFPPGFFLYMQSYFLPFCWLMFCGFILFNTLKVLRGPFGKDAVRDIYST
FKTLFIVSNLGIFLGQFLTFTFFYLKTEYLGYALSVLLFFLYFGLMSREVIFFLSETVAISTGFYSKDGVPGKGNNNSLC
MICTKSFDRTVKIHTLVCSHSFHEDCIKGWCLLGKKPFCPYCKKRIESSSLPSELWHKTETWFYPLINTLRSFIVLTLVL
TTIVLYKIKYQ                                                                     
>Ecun_NP_586340                                                                 
MRGKQSHMSCEHYSNNCLVRFECCSSLYPCRLCHDKAEAHRANRYEVSQIVCGTCNLLQPKTQTCLQCLAAVSKYFCSKC
NLWDSSDDQIFHCDGCNVCRRGDPKSSFHCDICQTCLVTRGPRDHTHVENTASGNCPICAEEMSESMEVLVLLRCGHSLH
ERCFNEFIKETYTCPMCSKPIGDTSIINRKVECLLGMEPPSPEQSPKNIAKCTNCNNLSKCGAIQNKCPFCGLRGVVDAA
QEKNVKSQCLKPEE                                                                  
>Ecun_NP_585769                                                                 
MDCGTICPICFSEYTTAGNHRIVSLQCGHLFGSQCIEKWIGKKTKMQCPLCSGKSTKRQIRPIYASKVVAMDTENEQRLL
ERCREEEKKNKEHVEVNAELRAQIAALKAELARISQERVGDAFAIHKQKKISVSVGFNATNSLIGYDESSSTLVVTRKSG
KSVGVQKFESHDFSKSEFIGLGEGSFIRSMSLSPFNEGIGLFPTGNVLNIMDVYSSCVVSQCIVYNQIESICFDRDDRNV
IYCGDNRGVVYFINASSPETFKMLKVSNMSIHSICKKGLAVFASTVYQTYKIVFSAECLPCTLEVEPYSICTNMAAHGNH
LLLTFRSIDFRVRHFVWGERETYFSLGIKQTRRHRDKIYRNYIYVVDDERNTIRILRLHSLEVVYTYAFKEKVLDFFVND
TFLFVLTKFIVHIFSNSV                                                              
>Ecun_NP_584744                                                                 
MDVREGEEDFVNFQTQERSNALKFLKILIVIEGFLKIFKITVSCTVLFLTRNEKCEVPLKLFLLVYMVITIAKLGIFTSK
NLPFFRINRIPEYRENTDITLFSNFIEALLLFWYLIGFNWIQECANCSVTNPLLYYTTVVFVGLGFVAFIAPLLAIVLLL
FLITFIKPKLQEVIYKDQSDVSDDTYHCTICFDNYIPGIKLKFLPCGHHFHQECIDEWLDLKDTCPLCKRNINLLYDLID
PPEYEV                                                                          
>Npar_EIJ89246                                                                  
MNMYRHEAYLAVYITALAGICTADFIDGKNLYGSLVGMVESRVYHFLLSLFFIGSLYVFGKALVSFSLGSLSALEKEGVN
ENGIRYLGNTCLVITLFADNITIKTVVLFAFVFGLKSLHWLVGFRIEALEKSGTTYDRIERIVGLVGLLFFVDGILAYRF
VSLMFSLPGVSILFAFEFFTLFAYSIRSLYSLSILHYSSSSIIEDRVFLLFYGDFGFCLVKILANIICLVITTMYFRMPI
NLLREVVIAIKHLVSKTRSMLAYKTLITLLEKCPDVKGDDLGADKICLICHEEMNIGKKLDCGHVLHMGCLKEWLHRQQA
CPVCRKEVLVKPEAEPASSGATEESGQNTPAEQNSNVSSIVRVLLNGHSDEYEGVPVTLNNQQP                
>Npar_EIJ88752                                                                  
MFPEAREARSTMIGAEALSSVDSTPSSPDVHVEGSAQPENRETGEEEPASETASPQYIPLDVFRAILLAVQSIRENPLPQ
DFINSAEFDTFFNNVPNESSTEQNSPHARSIIFTITYYLEENSPQRKTVGKEDLEAEIPEVKAEGGEGECPICLQNIEKE
ETIRKLICHHTFHSECVSEWLTSYSNECPMCRKEAVPLPVEESTK                                   
>Npar_EIJ88696                                                                  
MNPFESVKSGYVDTTVLSYFSLVQKKDINTRCKALARIVNDLDKLPIDSVAQCLYDTMPILCKNAQEPVPTHVSEILLSV
IKKSSLEIRRSSMCQWMHMFLSSPNKAGYKVVKILSKNQELEPLLTIYNKTATVEMYIKSKIIESASEKTVDICPETIKK
AKTAQELCILAKLVKSLEERGQMCAEIKEAVLDTVTASKNISDKWKVFAAIQDGYTVEELIKDSAKVEDSTFLSIVSAEK



FRKLAEEYGSVVFVQNCEHLPGILFSVLLDITNDRKLVLKKLLQGNTAGFEHIKVEKEDFPYVNTIGCYNRVNEVLQAHP
IRDVRVYGELTFKERIIRADLLGDKIEDISREMISQISIGFLKKESIFEEGVRVLPPFFFKEEEGMGQEEHIYVAAQHPS
LTIKKTIDLMFKHKLFIEKILKGLSDELMLYLMDKIEKEPADVIQEVYEMLKGAVKQKYGLRMLSRIYTTTTYTKYDFQE
KFVLSGDIEENYLIYLIEKEAVEEDSVYKYIIADANKNATGTQNVLDECLELEEVMENAGVKQASNAYLFGQAHLKWKKV
LLSLRDANLSGFLQKILQTQTVLPALEESGLIIDKCAYLTGLIGKIANAMIFWKSVREKQVPALIHRLSARIQEESMKCT
EEEKELAKSIVLIYTETLLGNEIHADLDIKLPSVALDSLPNKSRAVLAYLLLRIQRSTGHKALSLTFKEAQNLHCRVLSL
SIQNSTALNSIEEIDFSFVSQEDIRHMQAHLEKFPEKAAACIRSDRAWTTGAAAYRSEMYNLILKSIAKHYANSVLNVYS
MSKVEEGAIDAEIFYMLFDIPAIQDIKNMNAYEWRLFLAICSEIRSIELLSLISTMVRAECKWLPFLISSEADALDLLGL
FAKNFPVLLRIFFKSSRNVRRVQRYFISRVTPNLIREEASRPLQGVEIKVKTIAETHILVVLYTIEESELEVNINFPKDY
PLTIPEIKIIRCVGVKKQRLQRLLLRIQMLMAEHCRVGEALVLWKLALDKTIDEIEECGICFFMVDEVSKSFPDTTCAKC
SNQFHGICLKTWLKRSKNLCPICREEIAS                                                   
>Npar_EIJ87826                                                                  
MGDKEKLENIRERIKTGKNTFKEICAELLNGDNIAQETLGNILLLAEEIAFPKGPPSFPKNALDSENKSPNGKNITENIY
KKYEKLMYEMYPKFLYLMCVFLKECARYQFTTDISSGGVFFEKSVEICQEMLFILRKRTVHETSLGYIPSSILSLLLEII
RTHCKDVSPEFISAVHEIKRLEGNILEILAIKTMLGPLFKLFKCIIDHVGNQNQRVMQSLLKTIEKTEAYKTSLYFEQNK
TVPFLAKTLREELRTWGMNLIHPVYFYIDPAYPLLAAAIVIKPDNLIYEPHEGISMYISLIMRELMRYTPYVDMRVNYLY
IDVGDTGTDIDVNKWNYLGHIYNLDVIRCEINFTTQNVYEASRFIDGLVRSVVAQDIISLSMYPSIPLSRKVQCVLIDNL
RIESLDVKECLGSGGISSCVEEFICLLAKRKNGTLRYLRELAITSPFYKAMATNLQKITFYGIQKLTLEFIALDRYYNTG
SIKNITELVNTLTFPVLHELNIKNHNITKEDFNFLNLNMNLVQIQYGKFYCPSGSSYRPEQHSYTFKRPESVAMSSGIVF
IIAENIVYEWTVNYVDTAFSDCLVCKIPFCNNSNKQVVILSCGSVVHISCIVDAFGKKKNPCCPFCKKKVQLIMGSPMAV
DIMFKPPMSYTRHSVTR                                                               
>Npar_EIJ89175                                                                  
MPMLWKYLFIIGVITKCALSSVTITPSTEEYAVVPISYMEESENGCKVVPIKTDRKWLGMVKKGGCTPITKYSNLKEMGA
SGMLILGRPNTDYASTEQFHVIPIDPVMYERLTEIYKKEEKYPSVKITNGIRTSLPIVQILYILFLVLMIFVFPSLFERL
DEPRIRLVKPKDLSTIALQKYEDIPKSDRKYEECPICFEKFTEPEFIRTLQCHHYYHCNCIDPWLLSRSCRCPVCNYELS
FT                                                                              
>Npar_EIJ88819                                                                  
MTRPKMPARNIPSDRASSSKIQIEHLLNEISVGKKRLKNACTQKKPHKTTVSVKESVITEIKKREELCTSAPLPQNISVI
LNTLSRDRNDWRYMADQPVLRECTTTKIIDIRKPALKKQHIKYVKYKDGVSTESISNNELCAICLHKYTSINICGILRCN
HFYHKKCINSHISTAGYCPICRRDVISGLINQ                                                
>Npar_EIJ88743                                                                  
MEHEIKQQEAPKQEAAGLDRHGFPDDPHAFSRRDYPMDGERDIIVVKEVIVIKVDDGGSTAVNSIIMLAIVFVGTQILAS
VWKKYHSKSFNVVNISTLVWFPFITGVLSKSYFFIIVWLLIAFAHLVAFKDVFMGRRPKVLSTNVYNIYRAIFQCSLIIS
ILGYLMVTVGFFKESRKLYSSGIRCLMFVLYYSLIIRIGLDIVSERASGTILPSKTAKTQGNLCPMCQQELTGKKITLGC
KESFHINCIKNWKILGKKDFCPSCKERVDLSEIEMNPWQKNEYLFTKFLDFTGNLISAYAVVQGLILFM           
>Npar_EIJ88611                                                                  
MSDLPYYCHICDRVVYIEDRVQCPQCRESFLELHTEDLDDEEERISIPATNCMGGFLGLSFFGCTRQRAMRPERKRTITS
DRRNYAIGPEIDDIISRLRDERGIDENPATEEQRSRLILSEIAGTDEVCTICFCPFEGSQQGYKYPCSHGFHVECSDAWL
KLQSDCPMCRKSL                                                                   
>Npar_EIJ88505                                                                  
MTENNNVPPRVLVIDSPLATPDFRAYRIRQLIDGVTQTSFVRVLSILSIAFKILQIGINAAALIITRNTETQTPFKLFIV
VYTALVAAHTVSFAIRHWGYIFNQEPLEFTQSAESTLFNNLLDILTLFLYFIGFKWLQQYHSSKDEIPILYNLTRIWVFY
GIAIVLAPIFSVILILLLLNYVRPTLPVIEYTLGGKIKEEDAQCTICLAPYAEKEQIRKLPCKHHFHMTCIDEWFGIDDV
CPLCKRPINPLYDIAGTSI                                                             
>Npar_EIJ87205                                                                  
MYFLLRAGVLFFQILTAKAVSIEGLVGEKIMVAVQMERMVKDGKMLITRKEYSAYCNTNTLCFINKTSTKKAISISSNSI
EYMLTCLFEEKTQIKPPLILHEDSSEQENGINLINIAKKDSKYNRELKNFMIDLKNNSLLLTSYDSTIKDAISFLEAIKY
NGFLVVVCTTTSQINCLLSMCNSLIKGPRVIGLQASEDLLYFKTISNPIISHIMGQFAPTIYIEISPKPGFQDTIAPFAA
LVLISIMTVAIGGLYLFISRHIVRRPAPKTVASQDLQMIPTMLYISIPPSDPPAPQDCVICFEQFLPASNCRLLPCNHIY
HVECIDTWLKQYSNRCPYCQSLVKNGDYMHPDYRIQ                                            
>Ttra_AMSG_01175                                                                
MSWTLDPFTSARSCMVHPPNTSAAPVGGELLGPPALAVAPPPSSAASASAAAPAVRYEWLDDSGWKPYSPELAARLAAAE
QAGTTASFKFGRSRYTIDVGAGTQTNDATGFVRQVRRVDGSAQTSPDAAAGAGYEWRDDSGWKPYSPKLAARLAAAKQAG
TTVSFSFGRSRYTVDVAAGTQTNDATGFVRQVRRSKSAGGSSGYSAQPSSEPSSFDIFDLSNSARYEHDLVFEVRDEHGA
TQGSDAEALVAQTTAEGRGTSSTETRCCICLDDFDATAIHFVACGHPFHKACLVAAMAVTPKCPLCTKAYDTLIGPQPPG
TLRVSLSPPGRASVAGYPGAGMVRLDYSLPSGKAADGTQFSGTSRTGYLPETPEGLEVLCLLIRAFLNRQMFRVGTSITT
GRSNQVVWNGIHAKTTLGGGPHGFPDPTYFDRVKAELASFDILPFS*                                 
>Ttra_AMSG_01216                                                                
MRSFSRPLGQAEVRNLFAQMRRNPLEMLRWATRAGVPARHVVTTPIRFVIRSASRSGREFSRTSPIMAPLMAALVSSGIS
HDMLTGDDYSRLLRLDETVTKPTAATDADLAALPPPTTLAADSSYCGERCTVCLDDLTEGTEVRILPCAGKHAFHTACID
QWLRVDGVCPVDKSLVVKRD*                                                           
>Ttra_AMSG_01304                                                                



MSSGEEDAQSVLRKKVLAIQRDASLSPAEKSRKIQDIMMAKWRSGNAGASQATSDECDDKAKSWYSPPSETGDDEGILGC
KHYPRKCKLWAECCSKFVTCRLCHDEETGDPDHVLDRFSVSKILCMECGTEQAPATNCANCNIAFASYTCLKCNLFDGNP
NKSIYHCDKCGLCRVGEGLGIDFWHCDTCQMCLSIDLENHICIEKNIMSNCPVCRDYMFTSTESIQILPRCGHCMHESCF
REYVESSLVCPLCSKTIYDMTEQWRRLDNLMALSPMPEDYAESVAHLLCNDCSGRCQVPFNFRGHKCSHCGSYNTRAVHV
DHPEHITAARLGGAIPSAAERQAAAAAASAAADDDASASASASEESVTGDQDVPVVIDMDVGESPSGTTTAVFVDASTYE
ANQIGTEPSVSPQHPPAVVDEPEPVAMLITPTALDVTAEYGHTGPGMSPSSSVPENGSAGGNGDDDDNEVWNVMASP*  
>Ttra_AMSG_01494                                                                
MARVVPYRVRPPASFARTLEAACAARFFLVDAPGPTSFVLQPREAGEEPQGDRASDRAGAGGGARRQGAARVKVMLGNSH
MCSCPGARRARRRAGPAAEPCLHIVYVLIKLCGIDADEPLLWQLALVDAELDKVSAGRLRVVAGADADSDSGQAGAPASS
SRRVEPAVESVSHRAIEAGAVCPICQDEYAEGTHVVFCAFGCGNSVHAQCMKVWAEYKLASESQVNCPFCRESWPLYQTP
GVLGEGGVVVATADDAPAVHAGTRCSACRSTPIRGLRFRCAMCATPTNLCAGCFHAGAHPHHSVFDCKHEPGDVFVRAPM
RRGLGAPPPRRATPSPALDPELVADLQSRELSSEDYNLLLQLDEQRPGHAAAGTSSGSSARELERVIAARRRNARASRAR
ERAAAARRRAPPVRPRVDLPPLAVSATAIGAATTGDGAAAAASARPGEAVGRARRARAQNAYLRHRTGYSARSARNMLAR
ARADLDAAVGRRSGGAEGGAYGTSGVGLSIRGLQL*                                            
>Ttra_AMSG_01636                                                                
MTGVDNVIEILSDSDSGEGDGDDVAVGVDDSIGSSSPGSYESASYSGVSPLLPTRSFAPSDAADDGEVVFIGERVRPRRP
PPARPHARSHRARSSVRPVDDVVAVPAPPPVTATSAPLIRVALQCAVCLDAITTPTSTTCGHVFCKLCIRKAISRTRRCP
MCRKSLTLRQTHPIFLPEAL*                                                           
>Ttra_AMSG_01699                                                                
MASTTLGEWLAQVTQLGEAETHELVANGSVEVNTEVVIEAELGLANDDVVRVSLSRAMVDKLSSGKDKASLEIMGTKTLD
DISWPVVISLAYPNSAFVDFATNSLNAISLADGVEAFVYPDGVHAEGAIHGKDNHHVETCSVCMDDVHEIGHFEAPGDGA
LVRLAPCGWKHYFHRACITRWIECGTQKCPVCGAICGTLIGNMPGGTFRVSRYPPGDNPISGFESDGTIEISYSFPDGTQ
TEAHYHPGRPYYGTYRAAYLPDTPEGREVLGLLRLAFIRRHMFTVGTSVTTGCEDCVVWAGIHAKTNTYGGATSFGYPDE
TYFERVKAEMADRGIYPSDLAGVPEDEYFKAVELETV*                                          
>Ttra_AMSG_01775                                                                
MIALSVAVADGTGKACDVPLIRWAVAQLVLAVLFVLNTTAMQVALHLFPIERVDEGETDEPDTASMRLLSASYSFGRMLN
LVFVVLFFIQLAWVIRASSCHTTAPVMYRVAYVTLFIHGSFLGLLVLAWCCGMGILTVYVMLQPDAQFGYGPDAAPRLDP
RTGTMMGWLGGSRVKVTSPAIVDALAVERYTEGMFDDPEDAQCVICLCEYEPHDELIRLATCVHHFHAPCIREWLTKSSR
RCPLCNQPVEDSAASSSSSSSSSNLTASSVSSSSSGPSALLRPARRTSLP*                             
>Ttra_AMSG_01842                                                                
MPMVKVLASQVADSAACAVCQEEYTESETVAELPCHHLFHKACIVPWLKSSNSCPSRA*                     
>Ttra_AMSG_02949                                                                
MPPRELRLSLAQQLGLVAIPEGTHAGRAPEASEWDAARAAWRERGSDACAICLEPFAISAQVLLSCSHAFHETCLAAFEA
HAAAQAAAPEAPVVAPPLACPLCRKTEYHKMRVTDAGRAYITAMVVRIQAWWRSVSQARKYKALRLAAPPPAHPTRRRAW
LVDKLAATSDAMLAAVEATHSEADELCALIDAQLAAARSPHDPKPPPLPPSLSGTEWQAVYLRALDRGCDECTICLGSLA
DPQRPPTLLSCSHVFHAACIASFEAFTLEATPTCPICRAPFAKHAV*                                 
>Ttra_AMSG_03074                                                                
MREIYGEEAADEMEAVLAIYPPSEVRVAWAASDGATARYLCTITPPSGMDARRVFVRVGLELALPHGYPEAGQAQVAFGE
LRGVDDSVAAALLCQLQEVVADELEGLPVVFRLVEMAKEELAEHSLPFGVCPICLCAFDDVDLEPIAPDATALGIAKAAC
WHTFHAACLANYAAHGPEARPFCAAMDVALFEPSSFADWLSTSAEELTCPVCRALVGADLVIEYGALVRAACSGRFDSLA
VARYEWEAERGSAARTDEAQPVHADVGVVNVFGSVTTLNATSVAEAVAETAAEPANSSARRRAWPGTRATWGIGQ*    
>Ttra_AMSG_03120                                                                
TTGAAVRLLSPSAASSAAASASRKALVAGMAVLAAKAVAVACVHDAGRAGRDGGGGGGDALAEDDRVRDSLWYRFVRLLY
PRMDRALAQRQTVALAGSYLAGLYLLLWIFVYVYAAGSNAVLRGSVHPALLLGRVGSTAGSRWTSLWRGGWASVRTLWLG
VIPAMWLALVAAEESLIARMMYGYQDVHLVPASRAACDESAECPICQGVADADVGKVLYTFCDVPSHGFHYECLNRWFES
GSPAASRCPLCRGGLRVLGVHVDSFASLLALPRYVYGLAARAGLTAAGLTAAGLGASLQELAADSALRNVRLGAWFPA* 
>Ttra_AMSG_03351                                                                
MLKTPVAMQALESSPHVAMPWLALRVTLLLAYATAWLAPRPNDGLASIKLTALLMLIKAGVLVVMGTMPEAAFPLGLGGC
LLWGWIFWRLRVLDFVFGVYAQVEARGGHVMHIVGALFAVVGHTVRRLLATFHVRDIGFLYSTAVMASDALHRARNTDGS
VIDMVLDTLHVAGLSTGLRYHALLCALAVWGGLAIRVVEVMFVPSTVRAVASEGVEFPFLNPRHRAGYIGNALCWTVVML
KPYGLPLLSALSHVPILLFVYGLHMVCMVAEVSSASLMVMASSGETRGQHVRVLALFGCVVVLEVWLVVAFARLYATMSG
DTMTYLALYLLNMVVRGLIRLLKSFMLYVIHHLASAARIEAYVFYTELSANCMEIGIKALVLLGNIRQSGREVSADKIFI
AMYAYDAYKFTLANWEAYKRRREAVLQFDAQVADATPAQIEAYDDVCAFCWDDMEPGSAKITRCGHVFHSGCLQKWLHVN
SACPKCRQSVLETGAPSGE*                                                            
>Ttra_AMSG_03668                                                                
MPSNLDDVIALVLEHDGATKLAQFEASQQECAVCFNDDALGSSFTILPCGHYFCSECMTRLVTLCITENRLDDLVCPNLE
CTGEIGPATVAGLVDAELYAKYDRFSLQKALAAMEDVAFCPRPTCGTPSPLHAETQQGVCPKCNYMFCGLCLMTSHSTPC
LGPEARVKMLKERAAQNKLQQQELLSIDFIARTSKFCPTCGAVIYKNGGCAKVTCIRCNQAMCWRCGVAILSYDHFQSRN
ASSLIASPIRPKVPGICTSRST*                                                         
>Ttra_AMSG_04190                                                                
MITGGYVAVDGYIIRDRWFVVEPGAYVHLLGETSRFGVPDDPLPQKVRRSEVVAADESVADEEPLDAEAGVDDIAASASV
VQRSPQDTLPRAALLRLIQRRADVERSCRLLVASTEQQVREFVVLDARLEYASLLQIDEVVEVQATSWHRDDDGFMVVPS



REAVLLHGADQSYPIANEWFAGMRYACDVAVRKHFQFSAFDRGALRAFLIPIPAEAAVRCIVVADSARLTPELLLSDKHL
PYFFAHCYLLPPAGEWPVTKARVVLPTRTAALYEATTGEMVSPAEAMGTSVHPAWSPAAASRGHDDLSGFHDASAESDRA
GPSSEAAPPARATPRIVKTKARSKTSLAERRGERPAISVAIPETPSPAEMVASSFGTPRTPAGLVLYPHQRRTVRWMMQR
EAEVVDLSLPLVRTYQGLFVDEYGLQQEPMELATTAVAIPPGGLVAHPVGSGKTVMTAALIGRSRGRAAGATLVLVPDHI
VAQWIAELARFVPDLIVTALDPSNPTSMNFKRADVDVCIAPHSGLVSASNAMRSRLANESWFRIVIDEAHEVDSSAVGIF
ISSLTVQIRWLLTATPQPLQALMTMVLGGAGESHERIRAPFLRTCTVRDAAADCLPVPPLEYHMMPVVLSWQETSVLHAQ
ALAGNLQATVRLASYFAELDSVTGAVSGSAAVGNVSTPGSEIAVFGSLDEWVARSRTAIADEIARLEAKLESLEREIAEA
MAAVRAEREAAVATAEAALALKSQAEIEADIARALAALPHGPEIVAHVVGSERCGRVCLPRAWEASGEAAKAVLSEFKAC
LADAFLQRVTSIADGDGRELESCQAVAAAGKVYVCLVDDPRTDWTLRAERRRARMLAQAGVTPRGAVVDTASEGAGSEVA
GVDAELVAERDQAEAGIASKSQLLRFMDSVSQLLASEETECSVCFETMYGSTVTMLPCLHPFCATCVMAVYGDKDTAECP
MCRAPTPRRTLCTFECVRGSSEDAAAEEAAAAAPAPFRGSKVAALTGAVQSILASGGDDKIVVFGQWASLLEQIACALDE
AGVLAHTLEGTMAKRGRVLEQFREGGEDSSRVLLLSLESHASGINLDMANHVFIVHPYVPGWAQSGSVVPLGEAQAFERQ
AVGRVHRFPQSKVTHVYRLYARGSVEEEMYHAWGWA*                                           
>Ttra_AMSG_04857                                                                
MHTCFTLLALLFLLACLTSVTLCQRVHVWHTELDAVTLPLPPSVAAAAAAAAGTDAQRKLPNALDPEAEALVHDVVAGRW
PWREPDSLPESALAHPIRPLTLTSLVHPINVSTSFKGAWHPVPRMAASGDADDRSARLKAAALPLVLDDGGYMAGWLASL
AHSADGTIRVHGVLSLLASSHLGASGEVYLVSGLIDPKSHSLSLTLTPPHEHAPLAFEPVLVSDNATFAAGAVLPAAVHD
LDTMAARARFWLGASSAPPSHRVGLDLLNLRPAPRSMCSWQLTAQVHESLNEAALARQAADVSRPLRGPPTAGDVAALPT
SLIGTAAADATGSPAPRHVDEVHVVLTNGVLKSAKCGLTLKFELASVDPYEFERKTMWYLVMLAATAVAQLAAFVIQLEH
SRAHPVLANVSMLAIGALSVVDCYLCLLHFSGLSSARLAPSFAIAAFVKFVLSFVYEMRYVFAVWRARNAGDWAAGWLAV
RVRICRLYSWYYVALLIGITAMYQFDGHWPWFSLLVHAYWIPQIVTNAQRDTANALAPVFVLGTSASRLIIPAYMQLCPT
NVFHTPPTPGAFTALTLLVAGQVIILLAQARLGPRFFVPAAWLDPPHNYHPPPAVILADSAGEQPTCTICMERVDLDPPP
PGRSRTELWMHTPCKHTFHTLCLIQWMDIRLECPVCRAPLPHLAHASQQAAAALRAQAAEP*                  
>Ttra_AMSG_05111                                                                
MAALEATDAYADATELDSSLPGALADYERKLLLATSSLVVCPNEACGYVFEQHMTTPSKASVVPPTPARARDDNGVPLTP
RAHAHHRDYRFRCRRCATIFCAGCNAIPYHTGMDCASAAATAACGACRYCAKPLSPETTAENPTDAPALDKVCVDEACLA
KRAIACRVTHVCGHACGGVKREKRCLPCLEPECAPADAQITADDYCSICWVDDIRSAPSIELACGHVFHYSCVTARLDAR
WPDAHISFAFLDCPLCNAPIAHKVLAKRLRPLQRLQGEVLALARHALHTEMLAGNSEVAFISDAAIAAYASSQRYYLCSK
CDHPYHGGAAACEAAGDAHPPILTPSFARTHKCRFCCNLATWLCWGTTHFCDACHDIAPIIARKPFHELSPCTCSRVHPP
NGIEFSYGCSMCCALEEAPPVRKSDRAEAKAARKAAKAQAKAARKAAKAQAKAARKAAKARSKAEKAAAKVASRALAAAH
AVHRARARGRPDARGKLVDQPQPPQRARALHELNR*                                            
>Ttra_AMSG_05685                                                                
MLAGFTVSDSCSGNGGDMTPDLACTSCGSDFVEEQAAVGGVDGEAMPASLRNMFSVILTGPGGWSSSDDNEEGNNENDDG
TPDLSSIFSQLVRSLLADLVSSNEQLAMQSGGVPGGRSGKATNPEVVEQLPIIAANKAEQASLCPVCQDELNPEVGSGGG
RAGPSDPELAKANCADGDASGSQATAPQARKRSKLRNLLTKWRTARARSKAGRAKKATKAEVVARREARTANPFDPDAYA
ATDVFVLPCSHQFHAQCLIPWLETNSSCPLCRADLNTR*                                         
>Ttra_AMSG_05885                                                                
MDSAWPWLHWGYLCMWTGALAVTYHPPLHGKWVFLAFRVALAVSELAPHLAALHALIGWALWLYSPLTATGLGRIGLVAH
GFVAAALLRCVVLSSYAKRAVDRCSEASSPSVRAALPTPSLLSAKLLTYAALPFPLVASGVDVVRNIHYATLDEVRNTPP
RYKPYKKLDVYTAASAPHPAAVLDPAVAANAPRPVVLYVHGGGWHSGSKDIHGATLCSSLALAGFVAVNANYAMHSAPTL
HDGLAFPAQLIDVKRALRWIKDNIAGHGGDPDFVVVIGGSAGGHLAAELALTPHRKDLQPGFEGYDLRVQGFVSYYGVLD
VSNASGLINKGFYLFCKYTLMRVSKADAPELWDLASPYCQITAAAPPGLLIHGDSDNLVELPFSELFAARYAQVTGKPCP
LIVLPGAAHAFDVFATIRTFYASHAVHRFILSLWESSMSPASSPSAIPPPSHTPGTPSVVRAARGEGIPPGVLLTVACLY
LCAGVLVLGVITLSLLLFPLLLALKVDGLLSWPWPTVFLPALAMTCMCTCRGIRIRGLGVLVRVSGAVSASLVLLLALPA
AIATAAATSYSYRYYSGWNLVSATSAAMALFAWVASLLVALRVDGASHLAWAAPALALAYIPVTLLVIWPLQWRRIIHAL
LFQLLSVGLDTSDRAVTGASITFLLQSSPAIGRLLSFVIVDILATWVALIATVAYKLRHPAAYSLRAAFIPLWIGVPLFV
VSFALWIMAVSYTLAALDRSIQAQRAAAADADASGPPTLSVRALEALAPASPYELPLTADAPDTCVICLEDLVDGEPSRR
LPCSHVFHADCIAEWVARKAECPTCRGALSPPSESDAESEAEYDADVARDAGADDAPGAQHDVPVDTGAAGGAEGSDSPQ
ASPQHASPAPALASLDLGLSSDDDVLAPLL*                                                 
>Ttra_AMSG_06645                                                                
MSSMASRREQRRTHGLSPRSHRPSPAPAPTAHVAAAATSTGAALAPPSAADPMAAAAAAARRYESNMANLIAANQCLSPP
AAPLTVPSVDQLPTSSVAHQVSSAADLSPLASTVADDEKPDDDDDDDSGSTCSICFEPWTNQGRHRVTATKCGHLFGRAC
IRKWLSSHSSCPTCKKRIRATDLRYLYVTNISVVDNAEKERALRLISKCRSENEKINRELGKVQLENRSLATKLEAAQRE
IVALKAMIAERRPGAHPLAAAAGTGGLARASTAGLLFEEVLSLPLSLAARVMDLSPAGDVLLVSSANARGAGKAHGFTRI
SLVNSRFQQYVGVHDKAVRDVGLSQHDHDLVLSVGFDARATLTSLSANSPVLSCVLDGGGWSAVWHPEQGQYFAVGTSCG
TVALFDTRKTNAPTLHLALPSRQPVHSLAFSQVGDDLVLLAGTCSSGVSAIPLGATGFGTAVTITPPCITTAVAAGSGTS
SVLLSYRASSSSGPLAAHHEVYGLEQATLAWQSQTTLPGPASARVMARPLLQ*                           
>Ttra_AMSG_07019                                                                
MKTAAYFAASTVVTAGMVAAVYNRREQFYPTMVHITKSPPCILVLGNMALACLWTVAQGLRSVFLGTLRRRETEVVMDKL
RYSLMETMLALTIFRAELSLRFGLALAVLVAARIFHWLARERVHFVNETPNLALTFHVRLFSLLTILAGTDAGIVTYGVS
HVLDKGPSLVLLFVFEYLILLVLVVEMLATYGLHLWDLHGVEGQWQNKGWYMLVLEVLGVGARFFAYITFFCVVLHYYSL
PIHMLPELFSSWRAFQNKVVEFVNYRRVIGDLAERFEAVTAADLDGEDAMCTVCRVDVDEGHRLPCGHVFHYDCLRSWME



RRQQCPTCRLDLLDENAMANMQRQREERLAAAAAAEPAARPDEPPAVPGEGSTPAEVEASHATTNVDAPDAGSSAGAGPR
SPTPSALPLPRPPFAAPSSGGPMQAAAAAAGAAAAAAARQALASAGINPALAGPPPPPPPPPLSPHLMTPTGAAAYRASP
WSPAGGRAASSPAFGWGSPSAPALMAPTMAPVMAPMMSPMPSAVAAPTPASTPSADFASPVQEVESRQMSLMIAQLQSLQ
AVQTQLQALQAHMIELQRQTLSLSPTSSRSPASAPDASMPSPSRPAPPAPVSTPEHPLVPAPGTASHSDVPSRPVTPKRK
TRPPPLQRPLTPAGEAAARRFAALASPAATASSDKGKAESESEP*                                   
>Ttra_AMSG_07078                                                                
MPPHCRVTAPLPTRGGTGAGTEIDAVIIGDESLGVLYGVVQSLSGATAASSTTTSASSASTAAPVRARRRTRTSTVAQRA
KKPVADSAEVEERAVRWRARAPAGMKRRKERAMSQPLFLLSASIDRDVPRGEFAVTGSTGNVYNVVFAERTTCSCPDAGK
GNVCKHALFVGIKVLKIPSRSPLLFNALLPSELKVVFANLAIARHQAYVTAVLGEGDADGDGNTSGAPGVTRKPVDGECP
VCFDDLDSDPVVWCRGQCGQNLHKRCFEQWSAHGGKVCVLCRAPWLETSLSNVEGYINLAPFERRALTARLDRYRSPYQS
RYSRRRYNYDHDWNESASNSTGSSEDW*                                                    
>Ttra_AMSG_08332                                                                
MPSNPRVVPDCEQPEALALADGCFHGFCLVCLAQWAEVSRTCPLCKTPFTSIIHDIVSSSDYATLRLDPLEAKLSSDRLP
WTPDHARRAAMYRPGTARHPRVDALLASRDTSRLESSTTPSRAESLRRRPFVAREVAAVLGPTRSQDEVDVVLGAVEAVL
DSVPLSQPVAAIDLLAPLLGTAKATRFIDELSAFCLVRFDLAAYDRILAAVAKSPS*                       
>Ttra_AMSG_09036                                                                
MADGVDAASLERLVREGGDAGNGSRVGGGGGGSAGDIPDWVGQRTPPTARYYLDELEESVFQLRASHVRKHKEPCMICME
TFAVGDEALRLPCNHLYHSMCLMPWLYEHSTCALCRYQLPTLDVDFEAYRRAHPQPDPHNPRDITGTSLMYM*       
>Ttra_AMSG_09180                                                                
MRKTWSSSSSSGQASSSSSQGSSPRAPPPLTASPRLLVRKSRRPPGHPSSQSRSGRKKDKVEDKGDDGVACVICLADQTT
DTGVLGCGHSFCALCIRAWASAANVCPLCKAAFNVISICDANGREQEQVHVADVALRLEDVPPPDELELVFCLRCGSSDD
EHILLLCDACDAACHTRCCEPPLPFIPHGAWYCEICVAGAQATRGPGQRRQQQRRRALRDSFASLGAEEVAADVTEDELI
IRHDDDHLYELDDCGEDISSPVRFRPSAGLDSYVADDDDRAFVVVSEDDESDFESASPPRGRAQRMAQAARGALAAQQAA
ASAMPAVGTKRRRIVDESDESSDDDDDDGKELRLTAARPTKRARVLISISSDDDDGAGSSSLSTVPDTQSPEMAAPRGAA
GERVLETPTNLLSGRSRRSLSRSPGQAQRKVVSETPLRESPPSRRARRHVPPRPQLQPELREEVREDILRYHQTPPRQAS
EDEIRNRILGGGATGGRGRTLLSRNLQGLLRHVQVHSRHFVNSQPAVPTAVSSGTTQTLQIVRRMIDIMSSSSSSDDDAD
AGTAKSEKVTAAVADETRTKGRSIDKGKDKGKGKGKGKGKSKGKGKRKAKGKGKGKGKSRSKHARHALARPMPPGSWRHQ
AKASMEASVCEGSQYVSASIESHE*                                                       
>Ttra_AMSG_10025                                                                
MQAIKCVVVGDGAVGKSCMLIAYTTNAFPGEYVPTVFDNYSANVMVDGKPISLGLWDTAGQEDYDRLRPLSYPQTDVFML
CFSVVSRASFQNVSSKWMPEILHHCPNTPIILVGTKADLRAGDVDAERLVSRDEAQALANGIGAVSYAETSALVGTGLKA
AFDTAIMAVINSAGSRRKSRFSLFKSSGSGAGSSSSAVPDYDYEYEYDSDDGVEDHNAGIPAPPALPEVVDLHAPWINIE
TATFGADLHTLYNNSLHADLRFVVPSLGSAPETSFFAHSPIVLAASTLLARLLLPALSANEADEVARIALPRGVSWIARV
DNVLYRVEAPDGSASSSSAALLDLGVDARLTELEYVDEDIDDELLCSICTLPFLEPVAVPGCEHIFCATCLKDWLFQHAN
CPACRGTVAASAVAPASRIIRNLVDKLEAHCPEDGCEHVAARSTLVAHLDAEHGSPEEVSSQSAGEASSSLAAPPNNELG
WSLVVVLDAAEVTADGFGALLEFLYSGATDLGARGSERLGLVRAAAELFGAEHLLTSCNNVAGSLDELNPSITTYKNDLV
GERLKELFLGRPLRADAWLEVGKARVPVHRALLAARCAWLHSLVRELPCGGSVVVEDARLGAADLGACLEFVYTAHCESV
SECTVETVLHGESHVFSIAAAAAHCNLFRLLQFTELYGSKILERATTASVGQSGIDVVALLHASQAQGASQLAAFLLHFL
ASNVVPLAPHITPGALGPDNLAWVRSHQWPPADYLDELDAWEGQVAEAKETGAVPDDWQWRRRERVRMRIANDGTRRPVR
SGKKNCIVM*                                                                      
>Ttra_AMSG_10293                                                                
MDEQLAQTDDDDDDNNDGGDDDDDGGGDDDDGGDGDGDEYRMTIDGNEALMRSLAASLAASEAARAAVYETVDKAEVPLA
ETRHADVMSDEALARALQEEEEEAFRREQVRRSRRRAQEAREAAERALARDALGGGSSSEDSDVVDDWRSETAAMLAWQL
RQMGGEMPDDDFGDVDVAGWRRRADPLSRMPNSLGRAGDRLVITPQTFNRIRGLRDDGTPAVVLPPGFGGAGELSYEEMM
ELEERMGPAVPRGASDAAIDALPTFVVGQSAPPTSSGDTLTCVVCLSELVAGQAAKTLPCLHVFHTQCIDEWLRRVSNCP
MCKYDVPK*                                                                       
>Ttra_AMSG_10298                                                                
MATRPQLSVAIPQTQADHQAEEAALDSYTPSAYLYSAHGPAFGIQLCSCPICVYVGAAEWASAAAHDDGHDDDGGDDGGE
GPSEGYAIVRDAAAEVARNAADNGGGEWGYGDGSGEYVDDDDGWAVDELYISPTTEKAFSQALEWETSRSKASHPRGAGR
KKREPKRRQNERYDENLGRVIHTKKTKIKASVYAKAEATRAAIVEQNERRKNNARLRLGLLISAAGLEPSFAAAAAAAAD
TPRYHAPSRPTRSRQQRHQRQQRQQPPQPVAASRHDYTRQLMEDLGVEERLARLLFELQTRDATPEDYELLLELDETVEA
RTLDAATVDVLPTLTVGSGPGEYDPVADADALCPVCMFEYEAGESVRQLPCGHAFHVECIDEWLRNHARTCPVDRTELDQ
*                                                                               
>Ttra_AMSG_10454                                                                
MGLEALVAYSAVGASGALWAPDAVPGLGKPGSVAYEEAAAAYVALSWRLVLVSELTRMLSFEMVFSEATDKIELGGRYVT
FLTLSRLHTAAAAWFEERGEAVIEYTPAPTEAMALTGPGSKGRRPDLVLESCSETASAAGESEAVTEAAAVAVARLVGER
GLGALAADDAAGVVAALLEAARSDAVPLRAALAAVLVQDHLGRALASGESVAAAKKMLTTCGVAWVELKGSVDGALASAG
ATRVLTAVIGFVAETVGSTREAEAFRAAVAEPLFAAVAGGGHCAASHVLAHGLLTADLPPVVGSGLADLCLAHVDNVQAP
ALLAGLLGCLGEFKLLGSSHERIQSVLASAEVEASATWKAVARYTSYARRVGETGEAGYQAWAQGMLGAGLRLLRKVRKV
ALADDALQYVPLLPAVNAGLAGVLGERGPGSLVAAMGWEAAAVFARKADVIFGLRRGEDREGTSLAAFEALKAVYSVASR
LVVDMTALGKAAEAAWVDAPDHEVSSALASGKLVVEIGRGVMSRLVTAREVWGSGQRAALLGQLLAWQLVLDHANAADSS
ERQRRHVTDVLGAFSGSVRLSLSLAFAALSTSSAARSSEAVAAARVVSAGEVAYTSSAVLEYAAGRFVETLVLVPRIVRD



WWTGCSREDQGAILAFVARRISPVLIGAAMDEVVASREVQEADALKVTVARSKGVVNARYEIDEMEVGLTLSLPEAYPLQ
PVVIEAAGAHKGIAKSQWRRWMLSLRAMLDTQLASLTQVVLHWKSSLARRFEGVDECPICYYVLHFGNHSLPSMPCSVCK
QKFHAACLYTWFAEGGNSSCPMCRSPF*                                                    
>Ttra_AMSG_10833                                                                
MAVTGKASSSSSALRTTSTATGTETGTGTGTGTRTRSSSTAPTSPSSASRPLVPSGTGFTSGTHSRTTSDVHSRTTSSLH
SRTTSGVHSRTTSGFHSRNTSWRMNMPAVSEAKPLDSVVSHPRLAKSSSAAGMAADDMSRPTSSRPTTGTGTSSLSRAKS
DSDLTGATSASVGDEAEPPPLVKLAYAPYSAPIPVSTSVRRARREQALQNQVRSFPESLRPRQVASFVTSFESPSSSDMQ
TSEDVPSSGLGIVNHRLPTTAYRAAALSSANIARGIGDLHSDLSSATSLSHDDAAGVAYITSHPGTAICSSGSTFSPYLP
DAPVEEFSLAQARIPPRRALHGPTDELSPLPSSRLSLPTPRRPPPSASATFVSRLCCLPPLVAWPQFVGVARPSHIVMVG
HLLLVIAMLAIHGALTDMPEAHSIHVLSHILVITAAFAVVAAGVAIPFLPAMSVRIRLGIMVANALLWMLVLSISVGILV
TAHVHLSSANSSVVGILVVAWIAFVVTSIGFVSWLAVWAAMLWDTPSHQVSPHTSPLQSSGNVTTVIDLAAGDVSWIPST
TSSPVLPHSRLDHSKSGYGPSPVAVGKALPHGVPPSGEVSLPTLLEDDLATATAGDQELSVLVPQAVFLSSSSADALSDS
GDRVETFHPHTVVRASSLFPHYSPDPNVVNYGRAVARDMLHKHITRPFRSDLRTNGAPLIECSMCFRCYQQSDPVSVLRA
CHHHFHFACIWSHVAHLAVGEGINCPICEVPL*                                               
>Ttra_AMSG_10878                                                                
MGGSASGTSMIGVIISAVVGFAFSSATNLMISLNTIILAMVVSSLILARLVFGTVSGAEHARAMDYLWNFIVAKIIMVAA
VAVVDAKELAAWLVWFSLLASMRVFAVLAKERYGVMAARGASSAQHSKLIALLLTMVVAATGLLLVARAVLEPEGIGFVI
LFTFECVAVVIASSQTLLKYAVDLYASSQPPGWELRDHYVYLVEYGTDVSLLGLTLLHYVHILIIDGFSFSIVDFIILYS
LRSVWTRLRATRDRYAAYRDASHRLNQLIPDATPAELAETDDVCAICRDAMTSAKKLPCGHLMHFACLRRWLQENPTCPT
CRRPIGGNDNGAAGGGGGGGGGGGGGGGGGGAPPQPHNHGHTHTHTHGHVHGHGHGHGPPPPPSGAAAHTHTHGPGVQHT
RRTLGGGWLPSISIDTVTTAHGGTYTMGLGGGANLANVVNTMFGGGAPPPSAGGAAAPPPPSSPAARELDALVARVIEIC
PQADPDAVREDLLVTRSVEITIENVLSGVVRARAPTPPQTATPAPAPAPASSASRPVGTSARSSPPPLPDLPLASQAPSG
SGASAFEARAQFLRETARALYLRRLHRESDFDVADTATTTTTTTTTTSTTTTTAQAPSPDASRAIAPPVDPAGSPPARPT
IDLPPNYDEATLAGPASPASPASPASPLSGDGSDAPTRSELRSRMLQAALARHSPTGASSGSSP*               
>Ttra_AMSG_11029                                                                
MATPPPPGTNMTAAIAAAVAQGMSEEEAREAVTHAGHESMHSAMFFILVAAMIGAQIGLHLWKSRHARSYHMVSLLGLWL
FPAILSLYHGYGRMLVVWITFTVVTAWLGFKASRKPLHQRTPRLVYTWFSAFYRLFYAIGVIGYILVMAEFFGVTHLLSD
SHSLAYYGSLMLFYGLYYGVLSRDAAELATSSMAVSMGIKTGKDDGLASRRFNPDVCAICGDGLDRFDETEKVCELDCKH
AFHEFCIRGWTIIGKKDTCPFCTEKVNLKAMFRNPWESQSIFWGNLLSAIRALVVWNPLIVLTVQPMSESEIESDGPVRD
HDTAIGWMNESDGMSSGDVDRDRSMCGGGDAADDVWLSESESDDDADDSSDRIDAAVRSAGTPI*               
>Ttra_AMSG_11096                                                                
MLAEASASAQRLEARERSDSDDEHEPRLSFLDTLLDSSSSLSSLSSSSSSSSSLAAPPPLEIARYRRRLDRRQRTSGRTA
TGSHMPDALAASADDVLRRSMAPWSNIPSSSSSSSSPSPPPSPTRSAFDLSISISDSSDDDQVDADAVVAHQQTRVQEAF
LPLRLQLERVFGQLLNAESELSAAATAPESRSFYDELVLVQQLVTHHRLYTEMVRIVNGLNALGASSSISITLPPQLVAM
FGRMPEPSPAPPPQPVGLTPDQLALLPLATYQPDLSLGTRTCSICIDDLATGDTVCILPCDHVFHKDCVHPWLSSKPSCP
NCRFELAVA*                                                                      
>Ttra_AMSG_11646                                                                
MGLPEASTRDAIAADLADETAAQTALRLRNARARNRGRVRRARASDVLAPPIEPAPALTPARAPQLSAVQALERPATPPE
IELGHDDAVELIARIESLALAPLPPPDEGLDNLDYDALLALDEGLPTKHCSPDQIAALPRITYIPGASFDDMCSVCLDGF
ALGERLTLLACGHAFHHPCIGQHLARAVFCPNCRAPVE*                                         
>Ttra_AMSG_11950                                                                
MSSKASSASATNTPKRRRGDDDAGRRESGKKSKTTTTATTMTTAKAMSVEEAKKALAVGLEVTLHCTKGGASKFWTVTVD
GEEVVVVFGKIGSAGQERIADKGSTAAALDHAIAQLESKVQPSKGYVIVSASGGEAAAAAAGGKEGEPDAESIDALLERI
SSKKPADLTAATPGVTRADIDAFEAQYKRKLPALYASILQITDGMILALNAVPADPNPWANDHAPVNTLASLSQLGGTDE
DAEEWELPDDMQGKILMIDGDGHEWIILDYTRPNTAGEPTVAYISQESDPEWKRFRIADSFADLLSQPWAATASALRTYL
RAQRTLAGLVRGPASPPGSPGGHGAGASRGDARAAVNEAQARLAAALAALAADVTACEDPPHRPLGMLVKCCLPSLPPAL
LTLALLVVRNAAAAPDHQPALDAFVPRARALLADPRLPIRARALVVTLVDALVRWDLAPDWLVASLAAAAAATVSTAVDN
GSPERAAFALLRGLFRTLSKALVASPAAKDALAASPLFPALADLWQWALPKPEVMTGDVLGSVLVDSGRLAQLALSNHER
AKDAARESGLLLVALRALSGPDPVARLPPGLAVAMADTLGNAATAMGNKPYLHEAGAVMLLVQLLHAPSTALQTAAARAL
HNLVAHNAPAKDAVRDVGGLLVLLMLTAKATTPQLALAAATALENCTANSEANKAALGKLAVFDLAKPMLVSAAWKMQDV
GAKIVGNCASLAANKSAIAMSGAPAALVPLLASPKTLVVESATRALANCTADCVPVKKQVVAAGAVAAAATLLEPGHPAG
TPPMLRLVLKTLGNVLTLRDAKSAAIDAGLFSKLLTLLGHSKLGVRLAVVRGLEAAAAGSTMVKDRIRLLSGIGLLVTRI
ETTFTALVGPPAKRPTAATRKHLAAELAALVKLLGNCATLPESKDTVRADGGVAILVRLLAHALKPDTDGGSVLGTTLKA
LQNVTANNMKNKKIVRKQGGVVLLADYLRDLAAALHGKSAPLAPAHLAVLKALSNCISMSPPSRLEAVRNSVATSLGTVL
GLGVAAGSGLRVALILVQSLVYAPAAAVDSPPESTILAALSSAGIFPCLVGLLDPVLSSPSQTRSTAILLLETLRKATLA
EPEAVKAALVAPAAAKSLAACLSVLGASASEMDGSSGSSDRAAPCAESVRLTLAVLRFLCLVVTRTFPLVERLQASEAWM
ATLKRLLYASSDAVARWTDNLMHGMSDEKGLDVRLLRRIPVFTISSETPASALGAGPATVVPAGPDVPAPVCTICFEDLA
AGDRARRLPCLHVFHVLCVDTWLFCNSRCPVCMGSVGDQLSAMHDMIVTSPTPAAAAVPAKAATGKGKGKGKKKAGKGKK
AAAEKGGRKLEEVYTRKTPREHVLLRPDTYIGSVERQAGPAWVVADNPLRLARENLEYVPGLGQIVDELLVNAADNAARD
PSMRQLRIWADDAGAGEFAVYNDGAGIPIATHAKENIPIPQMVFGSLLSGSNFDDSVAKTTGGRNGYGAKLANIFASSFR
VTTRDAGAIYSQAWSENMTQVSEPVIVQLDDGALETAASARTLLANSSLLDFSMASLEGDDVMAYVRKRAFDLAAVLGPH
VRVFYNGDRIPVSDFKSYISLFQAESGATAQSAEAVATLAPHPRWTIGLALAPEGAGFTHASFVNGISTPRGGRHVDYVT



DQVTKGMAAVLTKSHPEVSITPAHIKASLLVFVRASIANPTFDSQTKDFLTTKIRDFGSSFSLTPTALRKALNAAPELKA
GILERAQAKSASSLSRKMSATKKRRLTGIPKLEDANLAGSPKSEACTLILTEGDSAKALAVAGLSVVGRESYGVFPLKGK
LLNVRDASQTALAGNAELANIIRILGLKLDADYSTPAARASLRYGRVMLMTDQDVDGSHIKGLFLNFMHFFFPALASSPG
FLVQFITPIVKARYTGLAGSAPKLRERVFFTMPEFEAFKASMPNAELAKDWAIKYYKGLGTSSAAEAKSYFAQLDAHLVP
FTWDPPAAAAEDPGALLDMAFRKSRAEDRKAWLESTSAHAAHNAAPLYTADGLSVHDFINRELILFSMADNVRSIPSAVD
GLKPGQRKVLHASRKRKLWRAELKVAQLAAYVAESTGYHHGEASLASTIIGLAQDYVGANNINLLLPLGQFGTRLQGGKD
AASPRYIFTRLSPLAQPLLPLADDPVLDHVVDDSGVPVEPVHYLPVIPSLLVNGAEGIGTGWSTSIPSFSPRDLIAAVRA
RIAGKPLPPLVPWTRGFKGSLVPVTRGKSVTGYKVHGLVDRPDPQTAIISELPLGSWTQNYKEWLEKQVALTEAEGVESA
ASLVAGYTEGHTDVDVAFEVTLTPAAAELSDSELLAKLKLVGSLSLTNMHAFDSAGKMTRFASPHGIIDAFYHARLEGYY
ARRQHLIDSLTSDVTKTKVQLAFVDGVSAGDIDLAAPELDEAAVVAGLSARAGSTVDAEALATLLSLPLSSLTAKRRSAL
QARLERLENELAEIKAASPEDLWIADLDALEAALDGAHGL*                                       
>Ttra_AMSG_12036                                                                
MKRRKERAMSQPLFLLSASIDRDVPRGEFAVTGSTGNVYNVVFAERTTCSCPDAGKGNVCKHALFVGIKVLKIPSRSPLL
FNALLPSELKVVFANLAIARHVMASSQAQQAYVTAVLGEGDADGDGNTSGAPGVTRKPVDGECPVCFDDLDSDPVVWCRG
QCGQNLHKRCFEQWSAHGGKVCVLCRAPWLETSLSNVEGYINLAPFERRALTARLDRYRSAYQSRIVVAALAEDLDDVLA
RPAVENQAKLEKAEAKLKEAKDELKEAKDELERAYNELETKRKQAEVVQAQLRAARASLVLGPDVAPLPPAAPSLDSLAV
VAGASKATREIMDEHCVFHNDDVVANAGKDPSFFDAACGMGTLRQSVWEPRPVDANAVEALKVDLARLVARPSGDWIGVV
GSVASASRNVHLEETHNAVLSSHLCRREMLREAHVSGLSEALENAACAVRRDASKIEEANEDGKSQVLLHSREDAYPLSS
QADIEARTSVAALTATYFAVEAQSPTFSGNPVDFAASLVYHGVRLRLAMFEPGNSAKEHQAAAYALNTFRSLYGLPPFVT
LLALHGRFISSRDESVPKRLYLV*                                                        
>Ttra_AMSG_12115                                                                
MAQALERVLNASESTSRMMREQIVRQSRLLTSNTHRLEHQNEELRASLEEARAAAEHERRARQRLKAELRHERLKGLCRR
QRDEIAQLRQLLEANNVEAPASTSGEEAQRLLDEERAVESDDEGNVRLRARNQRRTASTSSTAAARMARRAQRHSWMSGG
HGLLPPMMMEMPMEMPMMRDAVPASLVEMILGGRRIEPNRDGRLRGIERMLSLVRTGRGAPPASEAQLGALVSGEFSADA
HPNASCTVCMEVFSAGEAVEIMTCSHVFHAGCIRPWLARHNSCPLCRAALSAPGASSSGGNEAGGGNDNGDSGEQVEEQM
AATDNKPNLANEPVPEGVVHPTVRLTRGETEFDAFVTSPPGLIVIQEWWGVTEQVKKQARDFGEALGFRTLIPDLYRGKM
GVDAEEAHHLMDNLDWPGALEDIAAAARHLKETGAPSVAVMGFCMGGALSLAAGVKCDDVDRVVCFYGTPPDALADVATM
NKPVLAHFGADDNYPGFSDPAAVDALRTKLQASGAPFTIHVYEGQSHGFMNDTEFFQQLAESLGRPPFDPATYKLAFDRC
VEFLKEINLVEGLVGRPCQHPHLVQVALALALVALPVVALLLVALPLVALPLVLPPANTPAVAAAALPPAPPAGRTRSRK
RVRKRKRKRKPKTAKTDESPSTSSSSVGRGQGQQRGWDDVVAATAAPAPLAGADTEWPDKCNLPLWHQHRFAMFQAKQLC
GMVDGAQEVVVTCTPKLVLILSPDLATVRHRLKYIFVTGYSLDRARSVFAFSVADADAVFELATPFVELLASTFCIYLNA
IIRRREAALLILAPNAASPSSEDINALRSKVKGMIKQKPALVPVSSSTDVLLAPEQPGETQTGDDALVLAVPYAAKKEAS
SPLRRRDSGFDAAIQGVAKLLSRRPAPGDLVRRGVVAEEAAGDWNPVPAWLGLRTSPSGRLLTTKTTSQRKSKSKSKSKS
KSKSKTRTVSLRWPAGVDGKVWKLEQAVVFTASTKVSLEKGNTDVVVVINHKAIVIHTDFKERPSVIKLRELASCFCSSK
HHTVTIETSSGVIHELYLHQTLLFRDVLNMVMADMQQRGLDVGSDNNTLAAVEARMAAAPHLVREATFTREGIKRRHDPE
RAKRAAGINTALAARPSQAELVKRNVITAFQGAKVLRIKERLLGSARAALLMDKLMDVDPDDVIAQERRKLEAAGLVIAE
VGRDGPNAADAADVVEFRPTVAVGPELMTAPDDDSWASGSCSESSNESASGPGSGSSSDSGSGSGLGSGSGSGSGSGSGS
GSGSGSGSGSGSGSGSGSGSGSGSGSGSGSGSGSSSSSSSSSSSHAEL*                               
>Ttra_AMSG_12273                                                                
MTAKPNNGMRESMTDGDTDTFWEGDGNGGTVTFEFPDEVYVEAMTVAVAAGDKAAIPSGMSLAYGVHPDYLDGEVASVSV
DRKSLYTEDGNIGWFTYPVGVASRTFVLRVSGQTPRVRQLRVLARAVKARVPGKAGPSFAHAALGVFNRLAAQVFGTLQA
GGDGASADLREQLVSMLEDASPLKATVLDVLRAELVRVTEARLGLAWQPSQRKTAASRVAFELAVADDTFPFELISMVHA
LSASKAGLAWVLSGEGMPVVWAAGALLLTGTTRVQRGALGVLKRVFSSDVDFGTMGRALGVLVGGTTLAEYFAAVVAKTL
RATLRVAGKKAKSEEKGAAEREFDEVFGELPAYRGQVPDELRAGVVELARMAIAGGENEGEHEGATVVRSRLVAQVSNLV
QMQELDASEMFTSEALWLSVAALGVLCEDETAVAAVNEAASAALARESDDGNDGAAEVVLCENHDDGVTKAAMRCESCAT
ALCADCDRFLHLPRNKREHTREAIIDHEAFVVEMREGCARVKMSQFVVVFDVEKGKVLLRVEARSSSGRACRFCGSELSV
ENEVLVAKVRDVCNDAECMERSEQVCVDVLECGHPCGGVRGEKEHLPCLVAGCDEAMTVAKDDMCMICWTEPLEAAPAVK
LGCGHVFHAMCVDRLLKAKWSGPRINFGFWACPLCKDARFEHPALEEAIAPLRELEEKVKSKAKLRARASGLAEDAAVMA
EYGDDVVAAAMARFAYYQCYECKEPYYGGAVACEAAGRGGDFDETELVCGGCVGRRIGATACSKHGMGDNMVFACRYCCS
VAVWFCFGTTHFCDTCHSNVGGVQAAAASEDRPVCPVGPGCKQLPPGPCPLGLKECPPVGEELCLGCGLCAEAQEY*   
>Ddis_XP_647599                                                                 
MSRRNLNNNENIENLRNLRSMQQIHQQLHQQLHQQILMQPPHHQFHQHNHPHNIHHSQHQQHHNIFLNNNNNNNNNNNNN
SNNNNNSNNNINSHNNNNINNHNNNYNSNNSGNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNSNNSNNNNNSNNSS
SNNIHSNSSINNSNNNNNSNNNNNNININNNNNNNGNNNNNASLPLQQHHQQHFNNSHGSQLVQMHLQAHQQVVHHHHVH
HVHHVHHIHHAPQYQQQQQQQQSQQQQQQQQSQQQSQQQQYHQQRQQQQYYQQQQQQQQQQQQQQQQQQQQQQQQQPYRQ
QQTISSHHHQRNFFQNHYNQHNDSLNNSGHAQQHHHHHHHHHHHPSHYHETIENIQFEDTDPDDMNQYEHYLELDRNNVP
RGVPDSEIKKLKRIIYNIEESEKLGSICCICQEPFKNGESLISLPCLHRYCEEEIMKWFESNNTCPLCRKPVTLQS    
>Ddis_XP_647407                                                                 
MSSGIKFYGSILKAVPGNYFFDEHSSNQCNNQHQQINNKNNNNNISKEQNICFFFSRKGYCRNGDDCRYIHGNLCDICNK
AMLIPDNIEQNQTHYIECLLNQENQLLRQNESMRQYECEICFESIVDSGKKFGLLSHCQHKFCLNCIRSWRYSANNSTSN
NNSTINNISNSINNILSNGGSTIFFSTNPNNDSIDIFNSIGILNSGGSGYNNQQFRNHEQIQHVRKCPTCRTVSYFIIPS
DIYVVGDDKEQMINMYKMKLSKIPCKYFENQGYCKFGLHCMYNHSNQHFFDELDNDQNNINNNNTVTTTTTTTTTTTTST



SLPSSNRNKQNDDSSDIDEEDDKINLENELNFNFNFNDSGSNYSD                                   
>Ddis_XP_640074                                                                 
MASILNSPPTNGGGAGSSNTIINRNSIDTIDSSNNNTATPRQLNNNNNNNNNISSTTNNVNNNVNNNNNNINNNINNNNN
NNNNNNNNNNNNFNIFQIIKQIINSNFNIFLIVSTISFAIFIIINLTPVFLLWVFALIAVSGTFFQIWYGLRYNSRIIEV
NGYHFYPGNNPNNTNNNNNINNNNGGGVGARLFFPNSQFSRLSHLINPPLNLQLTLIDRDFNSNDYDMLLALDNDIQNHG
GAKKEQIDLLPTHFIDTDKDLEIFLKGGDSKTCSICLDDFAVNDAIKTLPCIHHYHSDCVEKWLKIKSVCPICKTSVFES
>Ddis_XP_638492                                                                 
MNNNFTRNGMNDSPFSKPKMPTSSSTINQNPFNQDLSYFSSNYGKPSAKTKPTPQNPFNATTTTTAATITKTPPILDSKS
NQLNFLESPPSFVNKPRNVKILNRNSPPPLISNSTLSSSSSPSVPSPSTSQAIQDLMNTPLPHKRSGFTHPTVFPQSSSL
SLPLPSSPSPSLSASSSSSSPYFTLPISTTKTTPTNTNKTTTTTTTTTTTTTSPPSTKNINKTTTTTTSPTFSNFNKHSQ
VSRGFDDSQPLHRNTFISKPTTTTTTTTTTNTNSFNYNNSNNNTQTKINKNQSNNTYNNNNNNNNNNNNNNYNKSKLFEK
EKEILMPSQTFLPDENDPSYSLILQMMQEDIMENDDREMAKKLGSEVDGPSSYDRQTRTPPINSYYDYNHYDDDDYNGGD
GGGGGGYDDHYEYRGHNVNDIDLSYENLVQLESVVVGATKEQIASVEETLYLDPIRRNKQNKNTQCQDTRCAICLCDFQS
NELIKVLPKCQHFYHSECIDPWFRASKFCPQYIIKKKNSFKIFLFSFINYVITYLEVVECVF                  
>Ddis_XP_637096                                                                 
MIRLTFPLYCQVTVALTALVIYHAHSKYDQFYPTGVYLATAKHALLIITNFAIVMAYLIGKLVIKIFLEKVHERELDLLN
DRLKTSITDTILALTIFREHFNAQFLEHSPYDFKKNVKLFTLLTILLFFDLIFLYFAVNSLFEHGINAMMLFSLEYGLLL
VSVISTIISFFINIEGIKREGRWDQKGLYILYLEFFSEGIKTLMYAMFFVVSLIHIALPIHIIRQLFISFRTFYRRFQDL
LQYQSIMNERFQDATDEELENSDKICIVCREDMTSGKKLPCGHILHLHCLRSWLERQQTCPICRALVIVDDPNRPVSLLN
RLFRRRPPVQPPPPQPAAAAVANAVPVVNAIPVVNAVPVIQPQQPIQPQQQRQQPNIRPSSSSSSSQQQRIRVALNDIGN
NINNRNINISNKRVNLSNIPLSNPVTINPQLQNDKDVVLHIMAMQNHIQFLNSQLDHIKNYLIVKNSSENIDNKESDNKN
ENEKENEKENEKEKESESEKDSEIEIEGSLIKKDQVDIDNNGDNNNNNNKENKEDTALIERDDEINKNHTDTTNNTDNND
NNNEIIDDDIKNEENDKKIPTAVAEGDLIDETGTIMGSPHTNQPTIHDEQKEGKKIVTNDFMDQLRQRITKYRENESNDD
NNNMFKSLFFIFSQPILFLNHLFNISKKNFPAKKKIYIFFFFISTYNK                                
>Ddis_XP_636078                                                                 
MARNKKRSYSALNKNPPSTNKNVNNNDDNVNKNSDNNNNNNNNNNKNNSKNKNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNYNSNNNINDVRVQIDPFESVELLKDVQRDKKKHRISNDKEELKDKTKNNKEKEKEKDKEKEKV
KEKDDTELKEETKENEKLNRKNNLKNKKEQEEIVKENKEIDKKEKKRKRDEKEKDKSNDTVEKEKHNNKNILKKKKPDEE
EEVEEEVEEEVVKEDKVDKKSKKKKEKAEKKQTTTTTTTTTATTTTKGKSNVGKNLINENRVNETDDDNNNNNNHNNNAN
NEFKSITDKKQKLSNNIIKKKEESDDDDEKEKEKEKEKNKKLKNSNINKNNSKESQSIKKSPTKSQPKQSKKNASDKITK
TIEESQSESESEEPIEISKKSTDKPILKQSKKKPSESEEESEKEQKKIVNKSSTKPISKQSKKKAVESESEEESEPGSEE
ESEEESKKAVNKASAKPISKQSKKKAVESEPESESESDEESEEEEESEEEETNKVVTKSTSKPLKQSKKKEIESESESKS
EEEEEEEEEEKEEESKKKSSSKQSKKKVTKSKFESEHESEEESKDSKKNVKKSASKQSKKKVTQESDEELKSESDEEIKK
EKSKKVKKEKENKLKEKEKKEEEKRKEEKEKLEREKKEKEKEKEKEKEKEKEKEKKRIEKEKKKIRENEEKERKQKEKDE
KKRKEKEEKDRKEKEEKEEKERKENEENERKEKEEKKRKEKERKEKEEKERKEKEEKEIKEKEEKKRKEKEEKDRKEKER
KENEEKKRKEKEEKERKEKEEREKQEKEREEKEKQEKEERERKEKEENESIDCIICTDTIKKEDISTICGCTHKFCFECI
LEWSKQTNTCPLCKSRFVRIKRTFKQPRKKNSVIVSAKDQIAEYTEEELVNLLGEDYEQHFNDEEEGVDADALSVESSLD
SDDSLNDFIVGDDSFASDEEPFRTTNHRVSSQFPRFRRSFFNKVDDDDDDDDDDYHDDDDDVSESESNLSDFIEETNSLV
TPVTRNSSRNPTTTTTTTTTTTTTTTSPITRRSSLRRNTITISDESIGIPSTPPITRRNPIRISDDLTTTTTTTRSNNNN
NKNDDDGAIELDSETEEDKKHFNRIFQIESDSDTENENEIEKEEECEEVEEDEEDEEDEEDDEDDEDDEQEEDGVYEEAE
EDDRDEEELEAHLNVPFGECEDCGECDYCLDGLDLHSDDDEDDGYFTNHQVTSRSRRTTTTTTTTTTTTGTGTPTTRRSS
RNTTTTTSTSPTTPTIPVTRRSSRNTPTTSATRTRTTTPQSSEDESDVPFEYIIHGKDDDDEDGSKKEEKSKKDKRDKKD
KKSKTLTISSDDEDNSKKVEKNKKDKKSKTPLTFSDDESDEEPPKIQTRRRRSITTIDD                     
>Ddis_XP_646799                                                                 
MTLCVVVIGTIYDYGYDIKFHIHMDFKSFLFNHNHFHKDESNGIFEQDLIGDLHHHHHHLDNNNGKSYGLNRYPFNRIVE
NTNKNNNSNNINKNNNNNNKNKIVDSDESDDSNSNSNSSSNSSSDNDNSISNSEETSEDYNSEEDDDDDEEEYTSDKENN
DNNNNNNNGQFSLTNNWFVNTFFKTNETAILNSNNNKNNINNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNSENKNKKDNNKNKKNKRNNNINKNKDNKKKSNEFIKPNTLDLFGMNGLGFLKADILTSSSSSSSSTINSRMERML
ISNPPLGLIIREDDNVPIVDTYTISSPFSSGSSSLSTSTDTSITSSDNNSNDLDKINKLINSQLIIEQSKLNNDTSSDNN
NGSNNDQLLIKCIDCLNIITDIEKVIFLDKRIDEKRVSKIKCKSCKISLSVYDIKQVLTDEEYSIYDDASLDQAISRNKD
SYIQCPCCNLVMEKVIIPLSSLNSNKNGSIKSNDQTIEYDENGKQLSRESIEHKRKFRFRCPQCSCVFCTECKIHPYHLG
YTCAQFQIYNSSKHCRFCRVAICPITPIVSPRLSLKPNNNNTTTTTTTINRNNINNNCCSNDECISKSIKSCQKILRCGH
ECLGILDETKCLPCIHPDCNNNDYDTPTPLPTNTTTTTTTTTTSTTVNTIINNDIIKKPNLINKYKTNQKSNDYCNICWT
DSLSSEPCIQLECGHIFHKKCCSSVLKKRWTSSRISFGFVKCALCSQNMQHPCLEKYLTPINELYGFIKVKALNRLSLFG
VEKDVDFDDPLSKWYNNKEGYVMDRFSYFMCFKCKKPYFGGEKVCAIADENRIAGEHKPEELVCGGCSSSGNENCKIHGK
EFIEYKCKYCCRISAFFCWGNSHFCVECHRNVNHVAQIPKTQLPQCKCEGSEKHISGEEFCYGCSMCKIISNSE      
>Ddis_XP_640522                                                                 
MQTTNTQTPPLPQSIDEIKSKSYHSSELDILGCKHYARNCKIKAACCGRIYVCRLCHADDPVNFKHEINRHATKEVLCMF
CQTLQPVSKQCINNDCNKEFARYFCDVCKFYDDSPTKKIYHCDKCGICRVGSRDDYIHCDKCNGCLNKSGFNSHKCIENK
FSNCPICMEDLFSSREPSTPFDCGHMIHSSCYNDFIKSGSFKCPICKKSIGKMHWKHTDNIIKRSKMPEMYSGSTVSILC
NDCQEKCVDQPFHFIGTKCTSCGSYNTTITSKNIIIDETKDSSFTVVEDAEEDEEDEEEEDEEGERLGEDEEVVEGDNDE
DDDEEVVEENNNNNNNNNNNNN                                                          



>Ddis_XP_643962                                                                 
MDDIACSICLSEFEIDESDIDSKPHRLPCSHIFHKSCAVDWISKTRSCPYCRKDFSSINTEILVHDHTITILLNQIKALK
TLSDNKIPTPITATINNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNSNSNSNSIEEDLNELFGNELKIANERNNYY
RYDDPVLAGLIKDSSYSPSPQSSMTTKFSPGSSSTSNINSSIKKYMYSDPKPIVVCDINSTQPLQPLQQQQQQPPPPSLF
SSTTTTTIVSNKQQFNKPPHSHRLKKLQSSFHWKCNYCFRDGVGYSEMYQCMEGCGSQFKLCRYCVKKSNTLTIPLVTDL
EEHYMSSHQHPLYCMSPSDIYPSGAKCDLCNTNIFQSHVYHCTTCTNYDVCSKCFNKSPAGNLPNHGIVIKEELEQIKYP
SNNYTNQCQTQQQQQQNNLEPQDDSHLPNVLSTRFHKLPLTKVQTPLMVYNQPTWTCNICRTFHNQMWETFYHDGEFDMC
LQCYYRNNYR                                                                      
>Ddis_XP_641884                                                                 
MKVEQHQVNNNNNNNNNNHQNIPHPRDEKLHPHVNDPGHADFDTMITIVIAVVVIILQLLLFIWKTKYNRSFVKVSLVGI
WLFPLAFSLYNGYIRMICIWSCFTSVLGYLYFLSTRQPLSRKTPKIVFTWFYLIYIFSFCLSLFAGFLIFFNIFALSFDA
RLTLLSYGLYIGLLGRDFAEVCSDRIASILGLGASRLPFTQIPDNYCAICTTNLKPIGSTSSNNSLLISDMADNTNNVNN
NNNNKNNNINGVDQKKEIEKKVDKIMNFVFSEKPIKLPCNHMFHEWCIRGWMLVGKKNTCPHCNEKVDFKTLSENPWQKN
SSIWGTLLDSVRHLIVWNPILIGIANVIINLSHKY                                             
>Ddis_XP_629545                                                                 
MSGEDEELNFTLPPTTNNNNNNTTNVLESSSDSDYDIIQPREFLKKSKPNLILSTKNSLSSLLKRKKSKNQITTTTTTTT
TTANNNNTRRNRNNNNNNNNNANGANRTIDTSSEDDDESISSSDDDIVIGSRRSRAATISYLPNVPRANPTPINGRTPTP
SHNFEPFTINTFLNSVNGVNKTSTTSTTTTTTTTTTAAGRTNKTVNRNNNNNNNNNNNKRFEIESEEESETDISSEEEEN
NNNNNNNSNNNNNSNNNNNLKLKTKSMSFTKNGIPLKIRSRINSESESEPENQLAESYELGKCQRKHISTPSLRLSSAHL
PNTTTTTTTTTTTTTTTTSPKSVNNNDDDESSDSDSSDSEIENIKQTIKKNNGPPSPMTTEIIIGYSGHSKRLCNRYSLP
TVQKSFTKQQLHEEIINFGRTPSRIKQSFLKPVNGDAELVFEYDDSEEEEEEEEEEEGEESDSESSSGSEGEVIVESFGI
EKKVLRQYIKLKKEMEDRKKVSTKLEEPVECKICYMEYDQSNEVFTLECDHVYCFDCITEHLRILITEGRVLDISCPHPQ
CKKEIKESEIYMLTNEKNWLKYQKFSMIASLKTEPIKWCPTPDCDTPVRGGSERNPILNCPKCSNDFCWICGEYSHEGAK
CGTEAMELQGRKNKSIESAATAYIDFLESNKHFVKPCPTCKSHIEKHDGCNHMTCINCQHQFCWLCMNPYQSGHYSSNEY
PECFDRQYYSPFVPDTYTPPPPRRRHRKLKMAKKITLYTAAFTVGAPLLLIGGAVLLCVKIHKHRKNRARRNRNVGLY  
>Ddis_XP_645082                                                                 
MAINYEINGNEIKNLQTITYNYKEPIEIDKELECMICLLPLLEPVVEPNCRQMFCKDCLTNWSIEKGQKGCPYCQQSFNI
KSVSLPPKFVTNTLDSLLVYCNTDGCEFNSNSDRNQLIRRCEYRNHFERICKVICIDCNQQFTREQLKLHSNECTSKSVK
CNASSLMCSWVGPIKELQSHESNCHYIALSPILNKLYDKIQQLDISNQKTTSFLLEKINYLESIISSSSALSTPNLSSPI
YYQPIPTAPLPDSTTMYDNRNTTTTTTTTTTISLDKITPVEIKKVASIEIFKNNSNKYVIGKVESGVKSVSIDGDYADTW
PIVKGNLPNSVDTLILLDGFKELVYSVPKSIKVLHIGDIKKSHAFYIQCSSVNEIHFHDNCKIKFTKNVIPDSAKTVHFY
RINEPLTTESIGKNVKCLHIHDGFSKSLGYGVLPSSIQELHLYDIKRQALSIPSSIKILYLHNQFNNESIELPDQLETLY
LDNIIHPIKNFPSSLKTIHLINYKFEDKVPFPPKVKIIMGTK                                      
>Ddis_XP_644313                                                                 
MSDEDNSCPLCLDELSKADRKFRPCPCGYQICVFCFERIRESEQNRCPACRKTYDSVNFSVISSDEEEEEDEDDEEDDSE
DDGQDRRRNRKYNGVNSLNNSLDYTKRGDKPLNTVRVIQRNLVYVTNLAISIAKPEILKKNEYFAQYGKILKIVINRNNI
YNLNSPHGACVSAYITYARKEDALVAIQTIDGATIEGRVLRASFGTTKYCSYFLRKLPCNNPDCMYLHELGQEDDSYTKE
DITSTAVYKPKPTQQPTPWKESSEKVLASPSLSSSTSSTNNMSNSSSFKTWNISNVSPQPVTVLNPLEWPSATDASSMAP
AILPSGSSPPLSKSQERPFLPATASWGQNIINQKPKSYHEDFPDVGFEIKTKKSNSLKKSGTNNTTLTSSNDSSSLLSSS
SSNNNNTTTNTTTITTKIQETASILRQKQLEEEQFKKDKERLEKEKQESYRLEKERLENERLEKEKHQLQMEKERLEREK
ERLEKEKMEKEKRLERERQERDRLEKERQERDRLEKERIEREKQEKIKQEKQAKQQAKKQQQKQKSSSKQTTPTNTTPNI
TSTTPPTNNNNTIATTTNTTNTTTNTTATTPLTTSSSSNNATTLSTPLTTSTTLDLLNERFNTININEIEPIANWEGLIP
DDQQTDFNDWYNPTNFSSSTAAASSTTTASNTNPTATTTTTTTTTSSSSPPQPQLQPSSPLSEDKNKSPPTQPLEELVIA
ETISTINTVTAPTPTPTPTQTTNSASSPPPSSSSTSSPTSTANLSTNPPEKRSRSRFEFAKDSSRNSVDTTGSLSSSTNN
TASLITPDMFFSIQSEQYQLPTLSSLHHPNGVEPTLNSQSIIENSLNLNLVGNRSLNNSQNNINNQTNSLNNSGSNNLIF
NNDYNNNNNNNNNNNSFSNNIENEDSSQQFFRSLFPSVNIRFSFPNQQVSQPSLNGNNSNNNININNNNTNNNNSNNNNN
NNNNNNNNNNNNNNNNNNNNNSSINMNDFPPLESSGSSIKTFQDPAIVNSYKSNGDGNSVWKVIPNNNPLNNSNSNIYGN
NNNNNNSNGNLNLRKSVTSSVSPPPGFGGFDSQKPMVNPPPGFAPTPPPPGFQNIIPPPGFQSNNNTTTTNNNNSTNNNN
NNNNGNSLNNSSSTINGNQLLSMVNNGLMSGPTPFVDPSNLFDSQYDNDMLAMENIKNKDKKKNKEEQEQEQLQLQHQLH
QQQMLQQLHQQQQQQLNNNNNNNNNNNNNNNNNNNNNNNNNNDYQIQMQLLQQQQQLQQLQMRLQQQQQQQQQHFQSQPQ
QQQQQQQQILHLQQLLQQQQQQQQQQQQQQQQQQQQQQQQPSKDNLFLPQFNGMSNSPQQQQNNIFNMNSFYQQQQQQQA
QKQNNSPFPYGFQQPPIIPNGNLRPPGMTQLGYQQIPPGMHNNNNNNPNNNSNSSNNNNNSNFIDFLRQSGITMNDDVNS
SGMMTPSSLLNDSSLEHRVASTNKELKDLEDKLQKSSPLNTQSYYR                                  
>Ddis_XP_644091                                                                 
MGKDRDKGFRGAKYNPSSSGEANTLMGSQSSGFIGFSAFSSNLTNATDPDYYQVEPEYKVLLKKLQKKDSISRIKGLEEL
NSKFQKINIEDAEFNISSISPLMNAWEFMYKRLVNDDDRNVRDLASQCLGSIGSRIGKHLGPHVKQLLGPWIVAICDQND
QSINNALLSFQNIFPEKKRKDVFKFGHDEALTYLCENLQETPQTIGDSKSISQEILQERYERCISNSLLAIEYLINNTTA
TATDSSSSSSTTTTTTTTNNTGNTEIYEKIFESQFFSFFQSKSSNIRKTAYRVLTTVIKKLAGYVEKNFKDFSSKVLGLF
SEKDSSTHLYMWDAIISFLQQYGDKAWSNVDVRKHVLPRLWAFLRSGCYGSFELSYPSILPLLTFIPNSIVIGSPSPSPS
PSPNTNIDIGFFKELFTNLEKGLEVVDNPRQYGNPNSVDRPSNLLLSCYLECLIYSSKKWGQQYQQINDYLIDTLLFNFY
NNHFNLEHSCFSEKLFIEKLLESTIKLANLSNSNLLKIQNLFNSNSFINFNNKENLLNNNEPITTDNNNNNNNNSSPIIK
KQEKIIQPISKETLISRLNTFIIVCSNNNNSNNSNNNNVIQVIIKRLFNLACDNLNSNQELSIKILDFILGNYKIDQIIS



NGLDDIKKIITQLALALNESLLSTGGLNLGVGGDLVSVIVGLLALVPDEDEIKLIWSQILQIFLDSINNNNNNSKKKNNR
SNLITNTTNSLVHLINSASNKINRNLLLSTTLFKSIKIQDKKQLQLIKSILFNNNNNNNNEFSPIIPNESVELLIKWVYN
KLVDIINTMVQLNLVFNDNDKGGDNNNDDDSDDNDVSIDYLVELSKLLFSSRFKSKSLESLLIEWCKFNIEINNRPSLSG
FKSKCNSIDEYLFSTTSNIENDKFILSLLIESIDRNSSTIITNDNLNLNFLSNCAIKLIKSGSYRHDENGDDDDDDDQLY
SYFIKEFTSNQLVINSKDQIKISWFRYNRITPFYLLDNYGSNKDNNDSTTFSTDKLLKVLIFNFKVIESFGLEKFIKYSN
KENNNSIELLLLNLLFVNGDNQLPPTPTTTTTTTTTITTAVVVSTNEQILEFIENNSTNLLNQFIESLFKFYGDEIFNCN
WFNCLVSNVGGDGNNGGIYSVLLALFIDYITSDACLPTSSMKLKSALLNSIKIDNDDNGNSIDSIRQLNLVQILLPILQK
ESIESYKQWSINQLSQLSSSIPTNFKSISIQLSILSSIVIQRQQQQHQQSQKEQQQITQDDNEILKEKEWLTLLNLIQTI
QQWNSKIKSAIIKQQEPELEFLFMKEVELSCLNFILIVIQYISNINSNKSKQPIYLSNNQSQFVQSFLSIWLSNNFTLLS
FNKFKSNYYYQQYRNLIEYQSLKIYNIIISNDNIKFIIPGIGDQFQIDHSILILNNWLNRVSNSRSNNNNGNTSDSSYIL
ELYSNTFMKMSNDIKYKISLTKLDNLIELLSTFNYSTSIYNNKGIKKTSYNLLESYFGNENTQLVKSFLLENENNNNNNN
NDDGEEKVSFILFSNIFEKILLDFDSTFKPMKKSKDNQLINSISMGQLMCWNLLLLNYSKIDLNRRSILNGWLNDNNIQK
VTLFLNQIFPFINKDESPLTTTTTTTDNNGNNYSIEFPFSIIDNDQLITYRMIQKLCSNCFYSLVNYLPSMVRRWADDNS
TNSKMNQQIQSYITRFISPIIIQNEIQRVNSYRCTDSDSSDAKFQIKGSTSSKEVTASYEKDEMTISLVLFISDNYPLRV
LTVEFSKRVGVSESQWRQWLLSMTSLLLTQDGTVLDACLLWKNSLDKHFQGVEVCPICYSMFHNGTIPKFQCKTCKNKFH
AGCIYKWFQTSHKSNCPLCQTDLS                                                        
>Ddis_XP_643106                                                                 
MGICKCKKRSEDFCFNHKKFICDSCVVADHSICYIKSYVSWLTDCEFEDSVCGVCKGKFDVDDNDDSVRLLCYHLYHPEC
IDVYVAALPQNSSVESYPCPKCPEPILPSNDKQSLLANSIRDRFSVSSWAGDYLKSFKKQNSNSNNNNNDNNNPKSNGIT
NGINGTHINNATSPEFYTNLDSIKSNGIHHHHHHSNNSNNNNIINPSLLEETPPLSHLNSNPYGLASRKHEHEDTVIQLN
SGTNSNISNNIHGNNKIYDDDYDKYNKRPVNPISKIINNIKETKPKYLIMITVAIIVFLILISKMGSNSDSNDNIVGDNN
NNNNNININNDNNGGNGAINEETLNDQKIPNNGQ                                              
>Ddis_XP_642900                                                                 
MVLKILSSQPSSSSNYNEKDIIISEPKNFKRKTFSESIDLKEYINKEWFTLFRESGVKRSQLKNPLELLYIFTTIYNYLG
LKDGDITIFKKNPPTSFNRNRNEEEEEDEDKEVCSICLENIKEKESVWCCKKCSNNLHTECVSTWASYTNKLYQWTCPNC
RNGNDHLPIPKK                                                                    
>Ddis_XP_642403                                                                 
MKYIKILFLIFLISLLCNNFKIFILATESNNNSNNGGIDTTQNNLDNSKNENIDSNNNNNNNNYNKSENSKLNDNNSNNN
NNNNNNNSEINSNLVYPTNLTRTYEGNWNILQGTISKLNEFEKNSGVIIFNLRNFKIDRESIQDTKYLNETQQYDLIEGS
IRLKDGSYRGDSGIEGFLYGIYEFNTGLTTILLLPYDSNQVIFKRPTNPINITMLINQTQSEQIHSIKYQINTIVENNNP
YLFLYGNNGSIIFKNNNNITNLHNNNTTNNSDNEIYGDDVFGYGDDDDIKFYNGDNNFIMMKLIQQFEMITKEQNEKVIS
DLLINNYVNEDESKFFIANGVLESTYLNLTLSVKVSGFDLPLFRSKMMNYVVMVSLCSFIQIFVLIRQMDYTGTQTSAAR
VSIYTIGIQTIMDAYLCLIHLSAGVIMDYLFNAFATASFFQFVTFALFEMRYLLIILKARSPSAFADGWESLRRQISIFY
LRFYSCLFGGFVLLYYFSNFFHFFLFLLFSYWVPQIYTNAKTSVRKPFLWKYVIGISITRLTIPLYFYACPKNIFVQPNP
FFANILIFWNITQILILYLQSKLGPQFFIPARFLPTKYNFYRPISMEIRSREEGQGCVICMSDVEEGQKYMLTECNHLFH
EKCLLQWLEFKAQCPTCRSEIVNYIE                                                      
>Ddis_XP_642165                                                                 
MVTNILSKRRPCSRDGNTDSLTQVKRTLEEQPNNSTIPPIEPIITRSRATLLTKTKNESNPNCDSKYENENENESENENE
NENNENDENDDGNDAGNGDDENDENQHESEIESENQNINQNVNENVNINRLVNNNNTNNNNNNNNNNVNNKTSTPIRSRS
MNNALPPRIERFGLPAFPIFPSMFPQNTPTTTTTTTATNTSNNSPIPTFNTAMTRSRSRDLFNNNNNNNNNSYNNNYNNN
NNFNNFNDNFNNFNNNFNNNNFNNNFNHNFNNNNNNNNNNNNNNNNNNSIGINNNNNNNNNNNNNNNNNNKNNNNNNNNN
NNNDNNYSYGNYLNYNYNNNNNNNNNNNNNNNNNNFNSNNNLNNIINNNNNSHHRHHNNNNNNNNSYNNYYHHNNNINNS
NNNTSLNNNSHNDNSHNNLNSNNNLNNNNLNNNNLNNNNNNSNHNIHYDDDDDDDNNNKNEENNEEDEEDEEEKEEKEEK
EDNEKEMKLKTRSRASKKLEKKKEKSLPEPEFNINDITCGICLEDLTKDTICGKLECPHIFCFSCIEKWGETATICPLCR
EPFKQIIKFGGEMKSRQTTKVKKVDKRDDRPINRFILTQNRLYLQLNDMNRQIPPDFIRAIRNHYREQFPHRDGHQNNPL
LGLFFR                                                                          
>Ddis_XP_641948                                                                 
MSDDISSIKKEFEAYCPICYNEYDKDITKTSRLPFSLTLCGHTFHKECIMKWFESGKLICAICRKDYSDFDATSILSLNQ
DHLKYLQEIKNDNSPSISPILINYENPSIIHQQPDNNNNNDNNENNNNNNNINNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNSMNHNVEIFENNVPINRLKKIKSKLKLSFCPPYCNICEVIVNTVLSLFIIGSLGLLGYCIYLLIK        
>Ddis_XP_641462                                                                 
MSTTATSTTLNHCGNVCTNNSLHHHHIINNLNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNVKNNNNNNNQICSNK
LNSEGIKIITIKVVGARNLRKKDGGKIDPYVEVKYKDRIETTKKLKNTTDPIWNDEFKIEIKESDRLLKPQPNIILYVWD
NEMFIKNNDIGFATLSLETIAKENVFENWLDLNNNSSFGMVGQIHIRATITTPDDIEYNMDEWFVLDSVTKGRSGSNSSN
SSSSSSSNSSNNSSKTSPSSSFRDVTNINQILDSQKKLLSIVTNNLNNNNNNSNNNNNNNNNNNNNNNNNNNNNNNNNNN
NSLNNINSNYNNNYNFNNNNNNINNNIKNNGYYNPFQTTTTTTTTTSSSSCKSSGSSNVFYENNYNYNYNYNNNNNNNNN
NNYQQTNFELNGSIDPEVLRMLLSEGEEEEDSNRDQDMLSHCIICKKNFETQPDYLFLMDDCLHNFCKSCLKNGILNQIN
DQMDEGSSLGQIHCIHVDCNEKIQDTMIRMVLNDSEYEQLLNKQLEQVLHNNDNFIKCPNCQEVFERIQQPPLSPPLISS
ANTTATTSASTSPLPQSLSNSLSNSSFTSITSLLSTSSNSNYSSNSLNNNNNTNTTTTTTTTTTTTTTNLIKKRNKLNLL
SPDGTTMNEESARHREEFRFRCTNCTTEFCSDCKTSPYHYSYTCEKYTEYLNSRKCRFCLSPIKVTFGINLKQSEICDSE
ECKEKLDNCCDKQLSCGHYCIGVKGEKKCEPCFDVDCVPKGHFNNDGYCNICFVDSIKSAPSIMLDCGHMFHYGCIEKQL
TSKTGPRITFHHIDCPLCKKQMKSHPAINHILEPILKNKAIIQSKAMERLSYEGLAKCKEIQDKNSKWYQDPENYSMDRY



VYYSCFKCKGFYFAGQARCDEGVEGGYKDEDLICGSCRGSDGKECKVHGWDYIIWKCQFCCSIAQWYCWSKTHFCSQCHA
IQNGGKYLNKIPKTEIPRCEGPDKCPLKVDHPHVEEFILGCTLCKNLKEF                              
>Ddis_XP_641234                                                                 
MADNENNTANNESINTAVTTTPSTTTTTPSTTTTTPSTTTTPSTTTTTPSTTTTATTTPPPTTTTTTNTATNTNINTNTN
TNIRQPQYWCHQCKKYVRLSDPEEIICPDCASEFLEEAEESNRPTSPYSFLQNMNTSNNNNNNSNNNNNNTSANSNPFSR
TRVSNNEFNMDPLLFLSSLFPQVSSSNTSGARTNVFGAPRQRRQQQQQQQQQQQQQQQQQQQQQQQQQQQQRQRTRSSST
SSDVENNDSSEDDFDFGLQMPQAVEIDQVLFNISQLLGGVPSMGGFGVMGGGGGGGARGYVGNPNDYFQGGDWQGFLNRM
FQASKKKGTPPASKEEIEKLKRDRVDQTIVDQKVDCAVCKDEFKWGDDYIELPCQHLYHPECILPWLEQHNSCPVCRFEL
KTDDDSYEKDKELKREMEQQQQNSEEDDDNIDDQNTTTTTTTTSTNNNESEDDSMHE                       
>Ddis_XP_640869                                                                 
MKKHINKNEYKNEIENVGNDFNHLDNFENYDDDDDEDFYYNPSKEFTNIKNNSNNNKDNENYDKKKEEENKENEIEEEEY
NNDDEEVDKPLKLICEDSTCSICLSPFENLTFLDICFHQFCFVCILQWSELNQRCPLCKSEYHSLIYQVKSNTDYQRFII
QNKRQTTTTTTTTTNSNTQRRPQQQQHHNDSNHIYNNNNNNQRRQQVYLPNLSITEQHNARKSIYSRNVKAIPMVPPFKL
YLDPQSINSNFKSFKTKVQPWIKRELQSILQTSDTEILEDLILELLKKYNIIHDSKIHETLEKFLFQKTNLFIHELICFA
TSPYNIKTYDSKVIYDKRQSLITDMNNLNNNNNNNNNNNNNNNNNNNNNNNENNNENNNKNGNEESMEPLSQILQQTNSP
IKHIPSFLSNILTEEIEKQELIEKERIENDIQSERKRIIQIDQEENIRKILRLKEPNWNNFNDLNSISTDQLEYEISNLS
GYIYNLKNFKNNNNNNNNNNNNNNNNNNNNNNNNNINNSNNNNNNINNSNNNNIKKNNNKNNNNDDNN            
>Ddis_XP_640754                                                                 
MEETNTRCSICLSDIENQTKNNQCNHIYCFDCIFNWVKSNDSCPLCKVKIKELINNDNEIIKVEEPKKPAPENVEADISC
LDNKFFLEEVEKLLSISHSIVLQMEGLMTSHKKVYVTPTMTTEDTNRLNQITDRLYILQKDLENYENAFDPEDLLSTLYI
YETTLTDLKNIYLSEFLNNNNLNGNNYSNRNRNKYKQNHTTSGDIRGGYTNYNDDDYESDEYEDEDYYEIQDQIYNKSNN
NSGGGNGNVSRNSKLNNSNNNNLNFNNNNNNNNNNNDKPTPSKR                                    
>Ddis_XP_640562                                                                 
MNERKHYDSEGGERVSVGYLGKKSNPIKCRFFKNGNCLSGSNCKFSHDITPSDTISTPPITQKINIKSSETLKQNNNNNY
QPPQYYTQSQTQQNPVLITTNINTNTTTSTNTVVTSPLQQYSKKSIEISSSDNNSSSIKNNIIEISSTNNNNNNNNNNNN
NNNNNNNNNSKINSQENTPIVSKGFVIPIENIIHSSPSLTSSTGLPSPKNGFNSSNDFMNNNLNGNNSNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNSNKAYSLLDEGFNRESIPNSTFIKNYNNNNTNNLQNPYQIGTTPIQFINGNNSNN
NNNNNSNSSNGLNIVNNNNNNNNNNNNNNNNNNNNSGIGMVAPRSPLLGQQSMALSPTRFTNSLSFLPNSPRNPISGSPS
SPFSPQFMHNGNGNGNGNGSGNGGSGGGGGILSSSPSPFFVAPVGFNSTGSGDDDLLNSVDNFGEDDDEDDDEDYEQLGY
NHDPSGLIIIDDNYDDSVLDPFEYTDMKNRLYQEQEEKLKQQALKQQENDRLFKQQLEQEQKQTQKQQQTENNKNNDNNN
NNTENNDNNNNDNNNNNNNNKDNDINNDNDINNCEVTNTNEIIEKNNNELINNNNNALEDTVNRQIIQNNTTSTSTTTTT
TTTTTTTGAGIGTGIGIGTSEITMNQPLSYLDALKLNLPPDYYISYEQGNSNTNYNQRNGNIGGSRNEVLCHFHIQSICK
HRAEDCKYIHGLECQVCGKCMLVPGNAEQNEAHITDCLIQQEKFIQREQMKHLECGICYDSIVEKGRRFGLLSHCDHVFC
LDCIRMWRGTNNGAPTNNNNAVRLCPLCRFNSHFIIPADIFVSDEKKEEIIEIYKLKLATIPCKYFNKGKGTCKFGSSCM
YAHLNPDGTVFKPLVRKVQMKLGMFFPQNFNNLTTTSNNNNNIINNNNNNHNSNNSSNNFHYGDYYESDDDDDIDSHFAT
KEGFEDGVYEDDEE                                                                  
>Ddis_XP_629353                                                                 
MYKTKKYKNPFPTNSYKEPENDSDNEYILHNEEDNEDYGSNNNNINNDGFSYEDNIENSDTEDEREDYGYINYNTNNEED
DEPIDLSTPIKKKKANNKSFKPPYKNTTTTTTTTTTTPPTPPPSKSNNNNNNNNNNNNNNNNNKNKENINKESEYELNKF
LDLYNDFKSESDNKVKPTATTTTTTTTTTSTSTSKLNKDKKGVIVIESDEEKEDNTIKINKRNGKRKEGEQQQQQQQQQQ
QQQQQQQQQQQQQQQQQQQQQQQQQQQQGNEDNLKSENFNKFKKLKSFSNQPTPLPPMLSNPFLNNSGNSHNNNNNRILF
NSQFTNASNLNNNINNNINNNINNNINNNINNNINNRNNNTNNYTNNNNNNNNNNNNTNNNNSNNNINNNNYNNNNNNSF
SFLPIRSNTLPTIVTRRTGIQSSSSDNGNSNSNHSSSMNKRNTSKSNNKKSTTTTKTVLPPPLSSRTQEEEDYALALSIS
EGLNGGSGGGSGSGSGSSDNSTKTKRSKSENDLPNEETRHQVEMDRRFAEQLHREQHENINQIQQLQRRLHLNQQRTNNI
NRNHHGDEDEEDIEMLNLRAYQQIQQQFNQHFNQQLNQLANHPLANLFSHASRGRGRGARRIPHHPHHHHHPHQAQYLTG
LSQEQLNLMTRDFSSNDYELLLQLDENINNKGATTSDIENLPVHTLNKPTATTTSTTTTTNSSTSDDNKKNEPTTDVTCC
ICLCEMEPGDAVRTLPCKHFFHVSCIDQWLKVNKVCPIDKKAIDEK                                  
>Ddis_XP_645276                                                                 
MSNVETKTPNWRFNPKTSEPDISEDGLDIVDSGKNKAWTTAIASDISINRQSNTLYYYEIRVNFCNVSNSIKIVFGIMGE
NYMTRILSITRGLVGSLKGSCPYGYYPDFGIGTLCYFANGSIVRDGVSLAEKAQSYTTNDRIGMLVDTCNNSVAFFKNSQ
LQTSFINIYNSFQSSNNRQQQQQQPTVNSNNNTTTSTTTTTTTTTTTNSTSSPSSSLASLNNNNNNNNNNNNNNNNEPSK
PLLIFPSVSLIKENAISIIDNPTIPTFDYEDIIARTMKQMKLSEQSKADPPKTATTTTTTTTATTKTPANTPTPPKPLPP
PTASSSSPPKKSPVNISNTTTTTTTTNNNNNNNSSNPKTPNGKEGGLPDLNNNCPVCGISFKSIGKDWPSINKHIDECLT
FNLLDKETLDPKAKSTTIKCPYSGCKKSMTTVEFINHCNEKHLLDDVHNYKCPLCNEKSPNLISHLSKTHIRVQQKQVGV
GYSTSVLENDLSEDIECPICLEEFTKGQNVARLECWCIFHTNCISEYLLKSKKCPVHN                      
>Ddis_XP_641949                                                                 
MDNKKLNQDLTCCICLSPFDVTDLNDKEKLPHRLPLCSHQFHKSCIEEWFQKGSRTCAYCRKDYSSFSKKGLVSHDQTVT
QLLLEIQDLRQSNNNNTNSNTNNNTNNNNNNAYNNNNNYNNNNLEANGQNNEIIVRRMEIKSINSNSEEDDNVSCSRSVR
LNNQEEEEGFLSKTINYFKENPIITGLLGGAVMFAALSTTQSICTSKEDDDDKKK                         
>Ddis_XP_641804                                                                 
MNIYIPIPVYVTLSVLLFSACIANIIVNTNIQNIQGELRQPIGIKELFFDNYINLVIIINTIFTLLIVFGKFIQYLFFGQ
LRDIEARNFNDRLWTYVVSKLIFIFAAKEPELGSLLVWGFWFSILCCLKLFSLLSRDRFDYLNTFLPNTHAKIHLKLLML



LVGILISDLIWFYFSITYFFGEGLSNLMLLNFECFTIFFETVQTLIKYSIHLFDLSSEDVWDKRGQYIYYTEFSTDSVIL
AGTCAHLIHIIIIQGFTPTLLHVVMFFYFKMVFGNLNRKITAYRNYCKLTSDMDNCYPNVGEKDLENYNDDCAICRDRMV
TAKKLPCGHIFHHSCLRAWLEQHHSCPTCRRSLIDEHQHHLGNNGTATATIAGASGVTTTTTINGGTGSTSASTAIDPLS
ITSPSSSSSSPTGPEYSNGIPRTLSRQSLTASQYNNLVYNANYIHGLFENISTQTIQNDLLQTNNVNRTIDNILEGRLVE
PSTLAQDNSNNNNNNNNNNNVVNNNNNNNNDNNDNSSDYSNSTNGTDSGEAMSPSKQTHFKDPNKKDQSMDGSGSSGSNN
NKNNNNNNNNNNNNNNNNNNNKDKSNHSKLDEPVDSNNNINNNNNDNGDNNNDNNNNNNNNNQNEDKSSILPIKPLEKFS
DSFKSTSQERYTSLQQRKKSMLEASRKQFLETMSEFKTD                                         
>Ddis_XP_640574                                                                 
MGRGGHTCLNNYCQNELKFEIPKDVTKKPQLIPLSPINKQILKKIKNNNKKQKKMEKKLNQFEFLNIFEIDKNNISFSTT
DDDDDDDNNEKISKLNNSINNNNYKENNSNIIIEKTPDLIENDELIIDNNEKENQEKEKKLKEEEEEEEERLFLELEKEK
EILEDGEFNEIFESIGDINEIGEEYEYQLTNKKTCLYKRVTKDNKKPKVSKRPEKAIELSKEARKSYWLSFHFGKQLDTR
PKEVKISQLSFNGTGKEDSYEAQLRKALSLSKSEYDRQVKKDITPLSQLQINDILNRELTPEDYELLLLLDENIKPKTVD
EDDINKLLTVKFDTQLLQQFSTCMICLSDFDLGESIIKLPCSHIFHINCISNWLSNASTKCPIDNIPIVNN         
>Ddis_XP_646613                                                                 
MNTYKISSTDNFKFKSFSPSSTSITTIQSSPTIINSNISEKQEKPIKTEETVASLIKKQLNMNNNNNNKNNNNKNNNDDN
KIITIENNKINPINNDINNNNNNNNNKNKEIENKKIFYKGTLIPDSIILEGVLQPPGFDFSNIKGKAIQKSNNLLSSIPN
PSLSLSSLTTTTTTTTTTTTTTTTTTTRTTNTLNDNINDEKESIPFFSGNPNIEVVEGVIHLFINTTIEKNLTSSLCQLP
NSRTNLICIESIPSYMSIPDLIGFFHSSCDFIIDMKIIRDSSPNKYMVLLRLKDQISADEFYQLFNGKNFSSFEPETCCL
LFISKVEFQAISPNYHLFQPKQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQIQTPINSIELPNCPVCLDRLDSNSSG
IVTVLCHHSFHCDCLSKWKGDNTCPVCRYVQVPIVESKSVCSTCQSTESLWICIICGQVGCSRYVNSHANQHYQETMHTF
ALELETQRVWDYAGDGYVHRLIQNRTDGKVMEFPNPHQSSDTRDGSHLKEEKIESIVMEYNFLLTSQLEQQRAYFEQLIN
KIEKEHSYRINQLKEDIEKNNSKWQLKLLKQKQKGDDGGKETTFLKQINSALKENQEKFKQTEEEKDKTIENLSEELRDL
RFFIEAQKTLSENHEMKDATIVLPPPPTISPTNQPNNNLNKKFKKKK                                 
>Ddis_XP_639066                                                                 
MKHSCSAKNEADLYNEFEKESCVLIIQETLSFIGFLGLLLNRFKLDVSLKSYIRVFTDDGCRIKSLKKTYNNQIINFKIS
TLSDEDPEDEKTNKLLTKSQEYAQEILEKSEFLKKSQLNYLKLFSHTNENQNLFYNNVITKLITYTSPPPLQNNNNNNRE
PSTTTAAAIMESPNNKLKTFLIIGESYPYRCKVLISEINNPSRIWVYFIEESSSIKGFKIEIVVENDELKNDTNSELNLF
MKSLELFHLIENKENVIEIVEYLENYYKSNLINFIDEDEDNNKNNKKPINKYGKLSNDLFQDFKNCKTVTRNKLLDECYS
SISKVSTYYDIPISLSRKLLFQNQWKQRQIIGILKDKEKNLLNIKSFSCAHRVKDISLVKFNSLQYQEEDPIVDIECSIC
YCEYSPKDEMMIELICGHRFCKDCMNNYFKISIQDGNGAMNQIKCPQTQCLNNCIDEVTIETILIENNGKKENNQIYLKK
SLNNFIKDVIYSRPNTFKCPELNCNRLLLLDRDNNNNYRNNNRNNNNNNNNNNNCCYYSPYVQCNDNHIFCLYCKQPGLH
WPSACNKSVDLYNELLNYSWIINNTTICKRCKYPIEKNGGCNHVTCSRCYFQFCYVCGEDFLKHSKTTVTNCTLKNGVVS
FLEIFSTKTNDFEIKFLETFLTHGSFHCGDSVVSHIYNSFITTITDGKFSNKDHLKSLQTLVLSLFNLVNSKANSLEEKS
NLFSTQKIFKKLLSPISNPNEKILFPIVKSFYREIYGIKNYNNNDSNNNIDNNKLVNSLSVTICLNGSKKSLFKLFVNSQ
FHQFKEEIVSLLNKTIIGNDQIEYDSKKIRLYNLYGGQIKNSNEILNNEAIFITHSIFETFIQDPQLPNQEEKEKGEEEE
EDEDEEDEINNQNNKESLCCSKKEKRKNDIMKLKEMIQTKLKVKQDFENYGITDSLDQTEQEYTTEELFNQFYIHKNSLL
NNINQNNNNNNNNSENEEEEKEEEVEVEEEEGEEGKNQNVNEQVKREKQVELAWSVMENFNEVDEAILDFDRVLKEIILN
DITDFESAIETITLILKHSFVYDNYEYDTVFESYLESVNGEEYYDHDEDLALSKIYKKSVSKF                 
>Ddis_XP_637376                                                                 
MNEINSEDEKEINYHQQNGSQGDETRNSSESQNKRKKIQPKRLSQGQLNEKSWSNQQQQPHQQNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNYIIIDNDDTPMSTTPEYENEDTKNINDNINELPETQKLSMGFKKRKTTYHGILVNFEKDNSL
FNKSNNNNNNGENININIGEVMIYSDSQIKFDKPLYLYYKYGNVGTKSDGFFTNWENSKSISTFTADSPSNVFYCLTNLK
ANHFINLVFLPVRDNNNSNKSRGTLISMQVYLIKESFEEYNNDPTSTHTNRSFKTVMNYFLKIKDLEQMEIENQLLKELE
EENLLHAESEKEIEKEKEKEKEKEKEKEKEIEKEQDIEMVDEPDNQDSSNNDHNNSLSTIDSDIFSDNNNSNSNSNSNSN
SNSNSNSNSNSNSNNNNNNNREKKKRFIFNITELYDNVKMDSDAVEISKSKFNGQMISTLKPYQLKAVNWMLNRELNPKI
DFSPLSHNNKYNNNNNNNNNNNNNINNDIIHPIWSRFLVDKREFFYNQFTGRLTLKEVLLSDKKDDLSLMGGILADEMGL
GKTVEFLGLVLSHPKPDKNVIIINPPKPIINKNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNKNNNNINNNQNNNNNEEE
EEEDDNNNNNEIKKKKRKIIKKEIILNQGEFKRLNGDIISCICGKDEESHKRGNWVKCNSCNKFQYSSCVWASNPRYRGI
SKFYFCTRCVTVPRDPSLTHQDDQEEYENRWDETTLVGSRATLIVAPNTIFTQWQEEIVKHTNGLKVYIYNGIYKDKINP
FQLADYDLVLTTYDVLSDDSICLTQISAGKQLRYTKIPTPKSALKCIKWWRICLDEAQMVESSSQTKYKKLALGLESHYR
WCLTGTPIQRSLDDMFGLFEFLRLEPFSSRYWWNCIILHKYLALGEQSFLDWFHCIVHSVMIRNSKAMIRNELQLPNQYD
NDTKLLRFSMVEAHYYQKKANECSQEARLLFQKYFRGGRSIQDISISHLNSILAPLLVLRQTCQHFQVGGHAVKPLTMST
MTMEQLLDRLIENATIEAKNHQKSVIHSLNCLAAARIIRNEFSIASQLYLDAINMFKSNENHFKVDWFQELHTFYNLNFL
FKQFKNQINLIEKQIEKLSNKENNNNNNPNNSNNQTIEEKLKDIEKIKEIISNITDGGKINLDDKCEKLRNSYLQGKNHQ
MLQNQKEFEEYHQKVNEALDEYDKNTNKSEKMPWFERALQLIEEEENAKPGVVPNPFLKRVETRLFIPRNLPQFQFSIVN
KFTNFFGLSLIISKHITDLLKYRVNFIKTLTPLLHSFTEKDVEISINCRECCDKTQRTQNLESPVCPHCIAMDNLTLFRE
KLFSKVGNQNKSRGGGGGSGNTSMMTIDNNGLTDEQRKDIDSIRLNIGASESVTDSEVEIVLKLMIPLLKQIDIDIAKEG
EDFLKLLKIMKLELSSASESWASSKNYLNSFDEVDSSTTRITLKYQGEIIQPYQQQFKLNNLVEVDQFIQRFELEKKKSI
EQFKTSNGQLLYLYNLKKSNLSTKSNTNTNNNNNNSTVTDEKSICAICQEVFGKNVVMLLCGHSFCYDCVMFMIEKVPNC
RTIQCPICRARSNIEEISYLSTDKENGELVDNSNVKGSYGTKIESLVQSVINIQKKSIKTIQPNIIPTTTSTTTTTTTTT
TNTNTNTTNSNINIKKDESIQKIIIFSQWADVLEIISRALKENEIQFAKAVHRGSSFEMAINQFRKDPNVNVLLLPLIKG
GNGLNLIEATHVFLVEPILNPALEKQAINRVHRFGQNKETNIHRFIIKNTIEEKVVQMNQLKEQKRKNTNENTIDLDNEQ



LQKQQLLLMSGKKSKENDNILSKDDIEFLILD                                                
>Ddis_XP_638366                                                                 
MVSSNTITTTSKNKNNNKNNNKNNNNNLTINDVINDIYDENGIDGINFDYFLSKFQDISKKTNSFEKLVDDNGDLVPQKY
QPLNSTFPMSESNCVLQMKYLLWKNCQLLTQKVTSNNNKENDENVNNNNNNNNNNKGSTIDDNNNNSINNINNINKEEST
ISNNKDITSDIFLRFLLDLLKDQNEILREKGYKLVKDFFSKVTIGSMAHFKESLVNEAISIFIGIIKNDKIDQSNRLDIA
SSLISLVLAKNDINLISKVLKLILSFKFFTNYPNILKIENENYLPLEVFKFKMDGYQYKFSKEFNEKGKENDEFVINSLE
TSIKTIYSMTYDDGFVYIHCNLGLFKFSLSLNMEFKLCDYKTDYHTNPVTYDFNDQETTITDKIILERSWLFIIDDHIYF
RSLDMEQGIISVINKHTFEETFMFIENELNPLGTNPYTLFQDYELKQIGILELPIGSSTPKIRYIKLTTTNENDNNNNNN
NNNNNNNNNNNNNNNNNNNNNINGKITNESILKQVSSDHIDLFKNLQSISSVNLKIKDQENLNLSSLSNIKSIYPSEMGG
IFYLTNSNDLFLIGTNGIINNQDNLPTYFKLPNDGDIKIIEFSDPDFYVLDSEGILHMLEPDGFKKIDVNNNPIIVDISV
STQKLFCYTNKGKLLTIDRLDPKDQRSSDLPINMTIEAMKSFGLSKDTDILFLLSKNEVYKETQFTRTKEKCEVLADHGD
GKASETTTIEKFDTIFGGFSTSILIGELPNGDGGGGGNSVCFIKGDNSFGQLGLGDFKSSFDVYRQIKDLPFPIEGTKFY
PSLTFTLALTLDQKLWYTGNIKSLKPVNQFTLFNDISIFNPELESIKDLKTTEFGFSILKSKLPQLYYRRFFSRIQCYSS
NQHLGIIIPNYLNVCEISKKQQQQQQKPNYLLFNKKTLSFICSNPIDLPISSSSGGGSGSSGGDDDGSEIEYNEMNRFYL
SKRLSFSFNINKRDSSLSINILENQESPNLPFHPIHCFITNQTNSQVTSLLSLNQILYQQQLQQNSSSSSSNNNSLIKII
PSLKSEYYKSLNRVLFESKVALSKRIASTSEMTTFLKINKSILIHSLLFPRSSLVGKGTTASVQIVGSDGLSINLKQKTV
SHLYKLDSPILLSPNVQYQFFVVCQEGQATFETIPTANVCGVEFNFSNINKSTHTTNILGFEFSLVENSFYTIVQQQQQQ
DNNKLTLEGFGYLFDTFTTTIRQFQNVFELSVSSSSNSDSLNNNSLLKLNEQKQVLSDIIYKISILLSNNIDLFENVNNN
NDKECNNSNSNNSNNNNNNNSKHLLNELSQFIHQFFTNRIIFNGNEIKDKEQLLLIKSVQKLFVSFKYIYNNDQLKISSI
PLLFKLLESNNNNNDSFDDDDDDDDFEEMNSIVKEDLPGIKYLLAIMIKSFGNYLSTSISIEETRLLLNQQYQEDAFARD
SVDQNLSIFYDNVLNILFTSKINKNNKKNSGKEKDNSDSNKKNETIQDVLIRISSSFTQQKQKQKQKQQQNQKEEKQGEE
EEEEEEIINDYKFESSKLIQWFLTSFIKVETPIVKKRSPKVYQVERFGNSNSCWSYSGYNIDGISFTCDKDIYVKGIGVY
GDKGKCSCTASYAYGKNGGELFTNPTVSTQWGNKGLHHIEEILWPNEVYLRRGQPLTVFIKFKGGSTSSGSRGKSTVTVQ
DCKFTFCEGIIKSDNGTSVSSGQIPTILFSLEKSNDTTQKSSINLQSLSKVIDPIRLVFHFAQSTSLSLLKLLTQSTNNY
HRINQLVKSLKSDSFYQRILPLSIDLLVNSISGNKNNNSSNNNNNNNNNNNNNNNNNNNNNNSSSSNNNNSGSGEDDSSN
KINQLLMPLFEVITNINRIFSNSLNGGKTIENYNSGGGSGSGSTNSVQLIRIESSHPYEETIKQVQKIQFPDTTKWMLIQ
FDSRSSTLQKSDRLLIYTDHKHENLLREKGFYKKFPTNSFLVPGNKLLFDFQSASALPNVPIVNKFGFACNVYGYEILPQ
QQQHNNNNNDFDLLSSSTSINSLSLSTSSLSSSSPSSQYPLLILENQLAFYIAINSTQILLHSEDLETNIKSPLIHKKLD
QFLVKRKKLKREEEAKNPKPIDYSSSSSSENEDDEESEDDSEEDSSVDESSEDDKEKKKKDKKKDKKKDDDKEDDDEEDE
EEEEEEKSSSESDYSDSDEDEAQKIRRADDKKKKLKEEKNKIKKKENKAQQELKKLIKETNKLDLPIQDFLIFEDQNDQN
AQASSSSSSSSSSSSSTTNATEKSNDPRVVKSQLYFQRIWNRIKDNVEYENSKTFTIKSSEVKDDSNDEATGSSSSSSSS
SSSSSTTTTTTTTTTTTTTTTTTTTTTNEIFESKDFIDGTDNTLGGNLSKFFLTLGLPIPENKAEDKKEKKSKDGKSKDG
KENKGEDAKQKDEKDKDLVDEKDKSKIQIRYELLLNKFPIENENFLFKDKPVEASSSSSSSTTSTTTTTDSKSKKPAYKV
KKIVDLEDGENYQDNERDVASSSSTPPPPSISSPSKLSTSQEALENEHDKDSKIITKKLAQDRINQIIRRKKFLKKLIAQ
REKDYKKLKQEKIDNDSEDDSEDSDESSSSSEEEKKSSDSDFELIDENSSSDEDDKKDNKKDEKDEKDEKVKKEKVEKEE
KEEKEEEEEEEKSKKDNEETKEVVSSSLNEEFDKDDKNGKKPMLPSKDLTESSITKPALPKENLSAFVKQSEYCKISKKI
FLELIRINNVDDEFLKVVNNVYFNQKLPFTELLYIESFKPFILLWRIIQARMNSWADCQDSDIYRINLFDDEDENDPSMD
ADDISFEKLNQFMNLLSHLTPYEQHQQQQQPSSSSPITPPPPPTLVKSTSSSKISINDDDNQNSKSIKYSFEEFMNPSNI
NQSQIGLQFYTKHQSSGASSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSSTSSSSNNNNSNNNN
SSSSSSSSQLQLQLQSNIPIKSKVNLVKNLNESNITIGLLALLDEDVVPLDYNSVIPKRKGGKSTEISSEKVMALNSITK
LIQISVTPSSLENTIWILASSLHSKQASKETLPDDWQGKVAQNPIITCQIKDGCKKEFTNAFHSLLATLSEKIKNGNYSD
SIVLNSLFCFSIFLLPDDIRFVQNSEIFPMISKILSQMHSSSNNNDLPSTLNTPQKVGPIKNLKITTSPMVIASPKGKEK
LIESLVQSDDNNNNNNSSGGSSSTLISPLSPNNNNIPTITCSNPTTTIIINKSIKSTNYINISNKLIVQLSKNPEMLASL
FDDTTNTFWEAPSNSSITIKMEPVRSIYEVCVYIDNSAPANTVSFINWKAEDEQNISTVGKFYLTMTSSWFTIPFNGKQL
KSVQMSFIGGDSIRVRQLRVLVTDPEKEDVTLKNYQISKFDSTVSLLKLLTFQIFGISNDNKKISKNLKGHIQNLLSVSG
VSSIQRQIFSLISTEVQKEINHFISMINDQEIEENEEKENNKEKVKENKDKDNNEIEKKKDENKIQEKDNDIGGGGGDDN
DEDKLTKSKLQDNYLCELLTTLQTLFESEEGKSFVPSKAMMFSLLSILYRGTERTQQLVISICRLMIVNIKPQIFDEFLL
DHESPLLKGSTFAQFLLTCITKSLSVQVKTNGSLHTTEFTFDKSSQQLVKGIKGIVTLENAKELIRLVKQLIIKSSSWKE
YLQSNINLILSNKIKKEFSITSGSSAAQLLNGSHTLWLSLACLLVVADDDDFIKSLNSTTQSETEIKTCQNHDDGQTEAF
YHCQGCNLNLCNECDRFLHLSKKFRDHSRTNLDNESFTIEVRESCVRMKVSSNLVVVDKEKLKAIVQSVNNNSADQCRFC
KSKLDSHNLLPYDGISSICSNQECREKASSSCIKIHQCGHICYGIRGEEDCLQCLHGCESGATDKKKLTQDVDDMCMICW
TESLVESPSIQLECGHVFHHDCTKKLIESRWNGRIVFNCLQCPICKQAIKHPSLKTLTNEIEHIRDEIIRKGKLRIEYQN
LNNDPLLLAGGRFEGRPDDYVLDQFSYYLCFKCKQPYFGGLNQCAAAAALPSNFNPEELICGGCSSGDDPQSICPKHGKD
YLEFKCRYCCSVAVWFCFGTTHFCDTCHDNNGRLTAQTKFGQCPLGPGSVELPKGPCPLGLKNHYEAGKEQALGCGVCRN
VKDF                                                                            
>Ddis_XP_646004                                                                 
MSFNDRGSIKKTSIPSINTNNNNNNPNNNNSSNNNNRSNHQQQTPTRSVQSIPSLLKTNPYQRNAPLSINNVSVKNINNQ
TPQPKRESQFTNNFTNSTKQTFSPTASTTTSSSSSSFIKSLNSKNSASNYLPKVYIEDVDFNFDDLSNEENDDPIIVINN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNLKSNNSLKTTTTTTTTTTTSPVIDKKNFS
NTNIFEPSNKRLKEDDDENFNFFINEDDISDLESLSFPDNNDNNPGNNPNNPNNNITIDKDDNENRRHESPQLQLSSLVE
KTNTSVSTHVNLNNIDDNTSTTSDNKNNNNTESVPATPSPVTPTKVKYTPTRSERNNIRKAPIPKPPHLEDFQVEEKRLQ
FYLNKKGITRNYYNDNNNNHNNNIVNNHNIINSNNNLGNSNLTSTTTTTTTTTTTTTINNNSNEMKQSPQPQLLQQQQQQ



QQQQPQQQPQQQQQQQQQQQQQQQQQQQQQQQQQNIDQNDEVIELKKSFKRKISDGDEDVSCPICFDYFHKQGSHQACTL
KCGHIYGRSCIEKALLSNKICPLCRKKSYAKELIPLFLPTGIFSIDPNDDALNCRKLLAEKEREIQFLNMKLARYKAKLD
KTIELKPVGIVPSIYNNNNNNNNNLNNNSNNNSNNNSNYNSNNNINNYSMNQKRISLPSLIKPIVKPNIVKQEVDGSINF
KIHSRYNVKGSRVFDFSDNNGIIVASFTKNQVDFGLTKLSSIDPSSSDYIPNIHNGFIRDVKINKNDPRIVCTVSNDKTV
KLINIHTKSQVCTYKLSNPGWSCEFDSDDKFIFYASEFGFTHMFDTRNLCKPIQTIPMSTIGSPIFKLLYVSKSESLTPL
SGEGDFKTGGLFSSFGDGLDYWDKSILFNASTYDFNDTSNPTPFFTKSQVPLRGQCVNINYDPISNYYMASFLKTNTYQM
NCHVVFKHMGKGSIQEVRTIYTDMKQSSFFKPTIFTSNHNKQSYVASSAMFALGQPSKNVNVWNANAGSLSQVIETNNQI
FDLLHINYQNEEYLLTLSSDELNIFKNN                                                    
>Ddis_XP_645668                                                                 
MAHNNLRNFIENINIRFDNQEEEIDIERIKFALKHRPVPPISEYQFNEITEEITINEKNKTRIGDCTICLCEFPIDTEAL
KLPCKHYFHHECLDSWLKTSAACPNCRYPLPTIDAEYESMVRIVRDYELKNGSTNSSTTTNNNDDDNDNDRRYYSNNSMY
S                                                                               
>Ppal_EFA86077_1                                                                
MGNSNSRALLNQEININNINNNNNNSVSINNNNTNINNNNPLLLSIGDIKEKQRIIVVGGSKVGKSSAINALLRDGVSKK
DLEGPAKVGDINLVDGCTDNVYAYYNGNHILLDTIGFTDPRFTIEQKISGIYEVLFNYRIGFSLIIVVMAHNRFSEEEKQ
LFKLYETVFGKDFYSRSLLLITHNDQPSVSEETYYRLPHNPACWIHTVASKVWTESFYVDNGIDRGFYPRRATTKSKLLK
LIYQHRLQESMMELKVCKLKHLLECIVRFFNLKGMTEMDRIYSAFVKNIKEEITNDIFITPCYHTFHFDCLRTWLLNNST
CPICRKELLNFVLLEERDSENQKVEI                                                      
>Ppal_EFA85537_1                                                                
MKSSSSSSKKNHGSSTFSSLLAVYIVFVLLLSSSFTTIVVDALEDMRNVQASTNSAEYSLSSVSLTSSGSLGENSDSNSH
SKVKTIDYPRNITMVYKGEWNSTSVSHIHFSKQTGHTLFSLLNHDISSIPNLKFDTVEGEMVLRDGEYSSDLSKKYLLLG
IYEFEYGLLTLIAFPPSQSQAISFNVVNTTTPQDVKNEMTKIMENSTLTQDCLFRIGLQFETVAKNENSEEIHDTELQYK
LSGHYSSPFCRVEMDVSASSILMSIYRSKWINYMDFTGTQSGAAKVSLYTVGMQTIIDAYLCLIHLTAGVFFESMFKAFA
TAAFFQFITFSLFEMRYLLIILKARRPQAFAQGWHTFLIGGFILVYYMSHLFHIFLFIMYSFWVPQIVSNVKRSSRRPFL
WSYVLGMSFTRLTIPLYFYGCPINFILLEPNYFFSCALFLWMCTQIFALYLQDRYGPTFFIPKRFLPPKYQYTRPISMSI
RNREEGQGCVICMNDVEANDSDYMITPCEHLFHSRCLLRWMDYKMECPTCRRTIPPA                       
>Ppal_EFA85348_1                                                                
MDISYDNNTFDENDDLDNNNNNNNNNNNNSSGSNGRRKRKPTKLTNRELRVNTWSSITNKDRNNNSSDSNGNSSNNNNKS
KETIESSSDISSNTDEVHDLKRLKTDHLENENTVKDVNSDRNSIDLDNNINNNNNNNTTTSSNSNNNDDNVTIVDIEDDT
DIDYSKLPSTLKLKITKKKYNIGHLFQILDVKDHSYITNTDIFIGDISLYSKSKLKRNKAIYLFCNNNTANERVTTSFIT
DQKNRKLIDCTVQCRSDVFNDLMYLATNKYVKLQYIDCSCNTLTLGNGKSTTSTDTANLFNVSIQVYLSDTSFEEIVDDE
DAALLVSGRPNKCLKSLLNYFLNINNAELVEDDNELDDNDNDNNEVDNSLNISTEVDMTDNDQSQTDNNNNNNNNNNEED
NESFKFPSTSIFNEDNNNNNSNNNSSNNVNSVSSTSSFTFDPKIIYDKVLPAPDAVEFDKAKLEEGGIGSTLKPYQLKTV
QWMYQREIAPEVDIASDQTSKLHPLWKKIAFGDTEFYYNEYVGRLSHLPVTVNAAIQVPGGILADEPGIGKTVEFLSLIV
ANKKQQQETVVLEAGTPAKTTPMDVEVIPVPKPPEIVEYRNDNNEVIACVCEKDQDKHSPFSMWVQCDQCDRWQNVQCVG
SLYKSINDFYFCSYCTDPRRKKYQAQLNQQQQQGKKTKNSKNNNNNKSTEWYRNTLLECKTTLIVAPSPIFLQWIDEIKK
HANGGNLKVKEYHGIYKELVSPYELAEYDIVLTTYETLSKEAHCVNPTKQMNQLRYVRVEAPKSPLVCLKWWRICLDEVQ
MVESTSAKYIEILMALQACNRWGLSGTPIQKGLDDLYSLVQFLRIPPFSERFWWKNAIALKFDRNNAETVEYLVNLLKQL
MLRSTKQLVANELNLPNQYDKDTKLLSFSVVERLYYQRKANECSLAARVLFNKIFSRKKKNGSLTLTTSEISKILNPLLI
LRQTCQHPQVGSKGARNLQKNTMTMDELLERLVENASLECKNAQKELVHAYNCLAAGQVIKQDHNGAATFYRESLALIEG
NMRLYKPEWYQHLHVLYNLDYLVKQRKLTIHTLRDDSYGEEAEKIKLAYQEKKQLTMLRDEALMKEEIEKTNLMLEQFNL
FLKDVEWWSKSINLLVENGMKSTLFEKISTELTQPHVFKHNQHVLLDKFKEPSGLVFILSNNIYGMFKERLKFNQSMVPL
SKSFGPQEIEMSVNCAYCRDKKTRRGPQCGHCKANYYMVDFQEKLFSTKHRSERERLDTLMTFQFDDNNNSNNNNDSIDD
LIDDSEEKEKEKGEDDDSTNGNNNNNNNMMDDTIFNITERTTNIANSEVEITLKIISQMVKPFDDQLAKEGVQHLKLIKQ
MKKELRTSRDLWSSSKDYLNSFDEIDSAIIRIRERYHGEIVAPHQEIFTLKPLEVNPFIERFEKERKRALENYKKFYTQL
SYIKNISDAKKKQKQQPQEDSNNNNETTTTTTTTTTTNNSTTTNSDEKKQEEEQTCIICQEPFGEEVVLLMCGHTFCYEC
IMYMIEKVPNAQTIQCPICRTRVNIDEISYISQSSDHDGALNGNFNIKGSWGTKIESVISTLMTINKKKASDKTIIFSQW
SDVLEIVSRALNENQIKHERGDKASGIHFQDAIARFRKEPAINVLLLPIKKGANGLNIIEATHIFIVEPLLNPAVEAQAI
NRIHRFGQEKESFIHRFIIKNTIEEKVVQMSKAKAIDDWKLAKEKDSQLLTKTDLEFLME                    
>Ppal_EFA85155_1                                                                
MNSKNSRIRNTKFKRIQNVDVDSSSSSESEPEDENDFKKQQSINSHSKGGVHINDKDEDIHKLSLNPEEYDSEEEKEYLI
NEKLNYEKRLKENQLNSLEIKETDNEHQNEHLHSPIVQKYKSKIYKLNNNSNNNNNSNEIELNNRSNFRINNNKSNNSNN
SNNVISNEQQTTNNNVNLGLQSSEQVQHIVDINSDDARHDNGTAATNGIDEGADLLTNEIGSEAQNILYIQNELTRPMTF
SGFLKQIRFLCILYLLPVSTVLLVALMTDWNQSCDFPLKQWATIQIIIQASLIINLLFLFFDISPTDTDGNIIPYLARIL
SSSYVIWFIVGVILTFKAKSSDQCPSSAPYLFWVIYSVVIIQIIICSLGFIFCCCSCVFSLLRLGLNFEATDRAASVSRG
ATDSMIRKLSIKKYKVGLLAKDDTSCAICLSEYIEDDKIRILPCNHHYHLDCIDRWLIIDKSCPFCKRDIDKDPSEQSST
KAGSGVGDTAAASTASDSELIDDNDNTNNQSLPTTTTTTTTTTTTTTTTTTTADEHIDINIMERINLV            
>Ppal_EFA85139_1                                                                
MDEILGFLNNYIYTNDVLSNNFTIRTLLDAFENDQRQYLGLKSYVDSLNDDTLADTVEELEKYIAKELINPEEQLKRKDK
YIYHSDHHHHHFNKTPINKLDEIKNNNSINENDLSIDWNNASFDVNSCKIDKNKKNNNSNNNNNYNSNKKMNKESRREKE
VGYISYDDNDEIIPYIDNDEDSDDTSYVKDNNDYNDSVDQIIHFIEDSDSSSDDDIIHFIASDDEDDPLQNEEYLRIINE
ENENARAINEFYEENATTECIICTNDYDKYNMYKLENCDHSFCYDCIRNHIKAKVDIGQYNIKCPDPECKKEIHQVEVQV



LFGDEIANKFASFNLNQLITSSEEFFERCPNENCNYVAYNDEDIAEFDCPMCKKHFCLKCKIPYHTGSTCEKYQEWKKDN
TNGDDKLNRLVKEKNFKICINPKCKAIVEKAQGCNHMTCRCGTQFLKPINQLKIKSVYKFYL                  
>Ppal_EFA85084_1                                                                
MDEDSLFNEDGYDFLECSICLSTMDDIVSLFSISHKEGDKPCSHSFCRACFQPYFRNKVVKKEVLDCPVCRETFDGYICN
KIAKKIFETSKKYSSTTKMLEREIASLKQEHLIYREGVERNNADRGELEEKMNKLDEQINLLEAEKQKISEESRDINDQF
RAYKDQQYRETRQQQESIQKYMQQLKELEANNSRMSESLANQVSCTKAAEEKNMKLSQQTRELSHNMHGLESSLQTAKAE
RDHAMLATKDLEQRARQKDREIEQLSSRLREANHHAEEARQQYHSDIEMYSKSRDKICELEGALTCVKVEQSKKEVEAEQ
LRQKNRQLERELEDLKSRINNSKTDSYLDMIKGMSTVTSFFSKPVLNDFIIPYKDITTYEKRGSSKNSTIIRAKYKQETC
VLKLINYSKPSALASYYSSYSSPGHSQDNLQGFRESMILSKLRHQNIVRVDSITKDDFGRYYSVMAPFVPFDLEYVLADH
RSKKTSIPASDIKFIAYQLASAVAYLHSQDLVHRDLKPTSLLVFDDYQMRLCSFQLCCSILTSSSSPTGLTIPSGYTNYS
APEIIMSSGITQKRLDWKAIDIWSMGCIIAELVFGKELFTLSNNSSNNNNNNNNNSSIVSSSNNIIKNSSGNIITSLSDS
RMHLLKQMINYKECAPEDPKYFVSQNIGLYFHPTLSIFNDRLVQNNNNKSNCTPDIIDLLTRMLKFDPNSRISANNVLNH
PFFSKEPFYNPVTDHSDIASSLTDRNIKDFVKEKCSGII                                         
>Ppal_EFA83972_1                                                                
MSVHFKFKSAKDYDTATFDGTHISVCDLKKILVTKRNMGKSTDFDLLISNAQSGEDYKDDSFLIPKNTSLIIKRVPVTQP
SKSLTATLSANAGISSTKTTIANPTPDPLLIKDSTGSVDESQDDESAKINALIQTQAGLGADRPYTREHRTHNFPTDRVV
APPPYYICHRCNQPGHYINQCPTNGDPNFNHPKSKKASGIPKIFLRPVQNPGTAGSSTVLMPGGGVAVVLTHEYFINSII
NNNNNNRSEFNKMAKSIIQLEEKKTNEALGGTTPKNEDNITSMSDIKSENNSAKNSPIHTGSASALGELNGSSTSAVVEH
QLQQPQQCPICQRQCNTSSYFVSTCCKKSFCFKCIKDYLNKERMLGNKDKDILCPSCQKEMGVEMSKLSEYERNDSKKRS
LERDDHQKTTDASDPNKRAKPTADDSKSYENGHRRSNDRDHRDRDQRQSSSSSYHSTNRYPSERDHKDRDSERDRERERE
REREREREREKDRDREREREREKERARERDREREKDKDKDREREREREREREREREKEKERERERDRDRDRDRDRDRNYK
RDDRRDDRRDDRRDRRDDRRDDRDYRDDKSRSSYSDRDRDRDREKDRDRERERDSGRSYRSSSSSSSSSSHHDDKYRR  
>Ppal_EFA83698_1                                                                
MEDEFICCICMCGFDVEQTANKNDLPHRLKCSHCFHKACFEDWFRKQHMCPLCREPCQQSDLRFDPIITQLLQSISKLTL
QKQTDSSSVITTTTTSTSTSTAISTTPKLNNNNNNAIINNTKPNSLYTTPVFNADTSSSSSSSILWPGNLNINNNNNNSI
SSSGITTSPVLNNTNTNTSSTSTSSSMISKLNQSAALYSQQPQQTVIPIFNSTSNFNTNPPHSHTLQKVNPVTIYKGLYW
QCNRCSKKFGTSEQYHCYKCENFDLCRFCCLETKTPTTPEIGNTEPLSLPRLHQHSLYCMSPLDVYEPIVKTTTALATTT
TSTTTAAAAEPPKRDGLFRFTSLSQKQQEKLVVQPAHDKQNEERRTQQRNSILSMLNPAKLNEHTAAGLPNSITIPIHSK
PLQKHGSPLEVYDTVNWICDVCRSHKSATIETFFHSPDSFDLCLNCYHKQFKQ                           
>Ppal_EFA83575_1                                                                
MTINVIVIVINIALRLNVGGEENSKIQQQQQQKSLKNIEYIQNHPNNYFNPINRIRKSQEQIDTSTDSNIIPPYKKLAQH
HHQQQPLTYNKSNDKMTVTPVMTLVPWSWKPEWSATLLSNNGLTAKDQGMGKAWTTSVALTPIPPGTGYYYYEIKVDFCN
ISNNIKIDGQEACKTEPFTKDDLIGMCVDTHTNSITFYKNHKMVGMPFEGVLAQLFDTNSENDQSIHQELYPAVSLIKDN
TISIIPNPTINNNPSTTTITNNELLVNNQQQQLQYHSNISTGEQSQSSSSSSSSTSSSDLTSLVSQQQQQQQQQQPLPYQ
PLPMMVTTTTTTTTTNNNGVSLLAHPQQLTDSSQSIKAMSAMAINNNNNSNNSSGGASTTTTTTVIPPTLLVNNNYNTSN
NSISSSNNNVKPPPTPPLVSDPGNTCPVCGISLKTVGKDWATVNRHIDECLTLSLLDNEQGSKIFKITCPYPGCKKPNQL
SKDFVVHCSDSHFLENNHNLECPLCNTKTSNLISHLSKKHIVLPVKKESFVGVGYSTNILDHDLGDLECPICLEEFYKGQ
NVARLECWCIFHTDCISGYLLKAKKCPVHT                                                  
>Ppal_EFA83133_1                                                                
MGDIIKSYNNEENQILGCQHYPRNCMIKAECCGKWFVCRFCHNEATRTHEIDRFATKIIKCMLCAKEQPVGEKCIGCNTA
FATYFCQHCKFYDSTPNKLIFHCDGCKICRVGNKNDFKHCFKCNGCLSASGFEKHKCLENKFENCPICLEDMFSSRDPPV
TLKCGHALHESCYKSLLQSTQSNCPICKKLIYDDVNWSKFDDIIRRQPMPAVYRGSTCSIFCNDCEARSMDIEFHFLGNK
CTKCGSYNTTILSKNMKIDENARDEPTDNNNNNNNNNEDGEDLEDDDDDEDEDGEEFSFVVDEEDDDDMEDEEEEDEDNQ
DVSAD                                                                           
>Ppal_EFA82356_1                                                                
MRISLRYGLITTALTIGIIYHAFSKYKQFYPAGVYLATAKHSLLIFANMLVVMAYFLDRVQEREAEYLNDRLKSSITDTI
LALTIFRDHFNAQFIFLFLLLLFFQVFHWLTKNRVEYIEHTPYNFINHIRLVALLLLLLIGDMLFIYFAASSLIKDGPNV
MLLFGLEFGLLLVTVLSTLITLFINIEGIKREGRWDNKGLYILYLEFATETCKAILYLVFFGVTLVYYGLPIHIIRQIFI
SLRTSVRRFNDIKKYRNITNERFPDATEAELNNTDRICIVCREDMTVGKKLPCGHILHMSCLRSWLERQQSCPICRADVL
IDPVAAAAAAAQPQPQPQPQPQQQQQVPVAAAQQVPAQPAPAVAANNNHAHAQPQQQQQQQQPLGQHMHNLQELLQRFRQ
IEMQQQQQGHAQIHIRQIPVQNNVQQVHVQTQPQTQTQTQNDTTIPQQGEQQQQHQHQQYNPIEHLHFIQQHLIYLQQQT
NILSAQLQLHYRNFTTVDQQQQQQPQNNNDIITPSSEKSTTTEVESTTTDNLENETKEAEEEIQVSDSKDNIESESPNEK
DVSIQISSEQNVEENDDNLEDDFKKQLKRRAMSHRDRNNSESQRDYY                                 
>Ppal_EFA82254_1                                                                
MYNIASDFKVNVNSFQSGSTVGGLDVSSPQSNPSTPPSTTTTTTTSSSKSNSPHTTPSKDNGGSPPPPLPSLSKSRILIP
TTIIDNNNNNNNNNNIDTNNNNVKINSNSKYIPFFSGNPLIEVTEGIIHLFVDSDLAKQNQTSSLCNLPSCRSNLICVES
VPSYMSIPDLIHFFSQTSETVCDMKIIRDASPNRYMVLLSFVDQSASDEFYQLYSGKKFTSMEPETCILLFVSKVEYQSP
SNGFLITPTAATSSSSLIELPTCPVCLERLDSSATGVVTVLCHHTFHCDCLSKWRSDNTCPVCRYVQIPEVESNNVCSSC
ATTESLWICIICGNVGCSRYVNSHANQHYEETMHTYALELETQRVWDYAGDGYVHRLIQNRSDGKVLEFPNPHSNSDNRS
GSHLKEEKIESIAVEYNFLLTSQLEQQRAYFEQQILKIEKDNIQHSIIFKEEIEKLNAKWQTKCNKLKQKCDEVDRESKF
LRQINNAMKDNQDKYKQKDEEKDATIRELSEELRDLRFFIEAQKTISENNEMKDASLVVGAPPPKSKNKNKKK       
>Ppal_EFA82206_1                                                                



MVLIETYITLSIVTIALRIPHFLNGSGDSGVDIGETTDLTTTATTFLTEHDLSAAYLFNSTYVVDSTIREIAKSHVNLAV
AVNTIFTVFLLFGKVVQYFFFGKLREIEERNFRERFFLYVVTKFFIFAVKDHELISTLEWGFWFGIQCFLKLFSLLSRDR
FEYLNTFSPNTHAKIHFKLLFLLVSILLSDLCCFYISTTRFFNSGLSNILILNFEFFTIFFETIQTLVKYSIHLFDMSHT
GVWEMRGQYVYFAEFATDSIILAGTCFHLIHIVIIQGMPTLLDLVLFSYFKGVFTELKRKIIGYRNYCKLVEDMENKYLN
ATEEELVRYNDDCAICRDKMDTAKKLPCGHIFHQSWLEQQTSCPTCRRSLMELQSDQQEQSLAVNSDAEGIREMFPQIPL
EYIITDLSLTNSVQETINNILEERIRAPPPSQSDVSSSPSSSTTTTNINELEDNKNIDNNNNNNSNNENNNNSLNSITNN
NNNNNNNNILNSDSTDSKNLNEENNINTCTQSNSSSSNNNNNNIENKDNENTIDSKSSSSSNPTHFSKPADKFADSFKSS
PEARQNSLMLRKKMMLEASRRLFLEEMDREDHNKRDNS                                          
>Ppal_EFA81554_1                                                                
MSSRQPHFWCHQCKKYIDIENSEELVCPDCDSDFVEEVDPADYPQQQQQQQQQQRQQQQSMPNYTSADQLFSNIFGPFTV
PMTTPPTNDMPNRQTRPQQPGFSQTFSFSFPRNSLGGPARTTPGVSPPVPQELTSMFNSIFNQPQNQSPADFDQMMFNFI
QSLTAGTGVQPMNIFMGGPGYVGNPGDYFVGQDWQGLLNQLFQASQKKGTPPASKDEINKLKKDKVNQAIVDKKLDCSVC
KEEFELGQDYLELPCTHIYHPNCIVPWLEMHNSCPVCRYELKTDDKEYENDRQNREGNNNNNNNNNNTSTTTTTTNNFHL
D                                                                               
>Ppal_EFA81542_1                                                                
MATTDIVNMIREEDLSVSRVTPLVERNINGLNELVQVMFTTQAASPDVSCKDKLSKSQSNKLVTYHRSLERLRQRIVILI
GNYMQHETRLNELLVLLDRIDDILKIVKIITSENEELHYEIPESTNQSIQRLGGSSGGSMRRSGGIGGAAPNSDNSDSDG
GSGFVPLGPPPQELFEHKKTRPSIFLSLLSKKRRNSDTNNVVISNPISNNRLNNNGNRQNRIIRRQVSDESISSSSSDSE
SEERATTTTTTTTTTTTTNNQNNNNNRQPIRPLRRSLKRVVNTRPVSESENSSESESEVSEEDEEEEDDDDDVDEDEEAD
ELDSEATELGRRTKSLSYSPRFLGSNFLKQASADIPTLPKRPPPLVLPALRPKPTTTTTTTTTTTNINIKSMAENLEDLL
SQLDGVNNNKNLSASIDGADIGVIRKRHSISTTGLQGKPAGNLTRSKSGTKTKPVVGKLELHSELKREVKRRNRVNVDSL
SAFKQDLRSEVQRRRRVSRVAQSDSEDDESDDEDRPTTTTTTTTTTTNNNNINYKRQFKVGNNRESLTSAEVETIIKSLY
DSYHSSDYDSESEDEEPIQPSAVKRWMSYHGKHAGSSSSSSTISVAADTGPKKLDTPVECKICYCEYEMSNEVHAFRCGH
QYCVDCIKQFLTNHIVEARVLDLLCPFPACRREITEDEIHKFVDERIWTKYQKFSMIASIKAEPIKWCPTPDCDTYVLGG
SYENPVLNCPKCHHEFCYICGEEAHPGYKCGEEAHSLQGRKEKSVSVAKNQFDEWVSSNTFNVQQCPKCNAFIEKNEGCN
HMTCQNCQHQFCWLCRNDYFAGHFMDTNFPDCYDKQYYTPMYNYVPPAPARPRYRSKKARNIAIGVAACTVGLPLLLVGS
AIYGCVRLHKHLGRRREERREERRRRRNNYVY                                                
>Ppal_EFA80817_1                                                                
MNSTSHIEKKIRVLNPTSNNNNNNISSSTSSSSSPSTSNIGFGFGKTLPLPLLPKRNINIPTLKPTPTIHNNINNINNNN
SSNTRNTIIKTNTYNNSNKNSVIIPNNNNNNNNNSGINKAIPLLLNNKNRIVNNNNNINPNINNINTNLRQQQQQQQQSI
QQQQKESLDIDFIFDNESPPQIEFNFDEVINGSDGGGQNVQNVQNHDNSMVLDRNNGCDIQSSTSVDTSIANENNTTTTT
TTTMLDNHFVTISNQSTQPIFSPTPPVTTILPLATSTSNTTSTTTTAAASTNGLTITAAMIDASNSQDSGNVDNINHLNI
IHKQSPKRSRPEPDEITTTNNNDNNDNNNNITDIEQQQQQQQQLQPQPLDSNNNSIAGAIAVGGQPSLLNLDDSTDSALI
NDNNESCNAGGGVGGGDTSFISHVSATPQDIIDSIPSTTTTTTTTTTTTTSTTNNNGSPNYNKRPISSVESPPPQTLIKD
NDNDKEQKQQQQQQQQIITPKVPDYNPPTQSFQTFITPPTTEVSVLQLKESDFIFKKSSISAENEATCDICIDYFHASGN
HKACTLRCGHIFGERCIKKWLETKRACPNCNSPVNKKNDLIPLYLPKAMMCEIDPTEDALHLRKLLNAAERENHSLKKKL
SSLKQKFDHKEQQYNMLYYSKNTNSNSFVNNNNTSYYKQQIKIPTTTTNNSSAVSTPILLSTKTSSTTSPSRIPLLSPLL
NNNHSTLASSTTPIASTSSTLQNNPYISTSTTSTTNTSSNSSTNQTTDVNPDTDFNMEAISFVQLKASYVLDFSGKNGVV
VASCAPNGKYGIVKISSLDSSKSDYIYNAHKDHIRDIKISYHNSNVVCSVSQDKTIKLFNVHNKNLICSYPLHSPGWSCE
FDQQDENIFYSSTSQSTFVFDLRNTLNPLSFFPAKNGSPAFKLLSVTQTSYCSPMSMSSGGFFAANNNLGYYEKKESLHD
FSYYPVSTLAGQCTDISFDPTSHYYMASFKTTPTYAKKSHFVFKHLGRGDVDEVRTIYTDTQQLSLSRSTIFTSPRNKNT
YAATCSEPNKAVHIWNIKTGRKAQVLTPCQEPSLNLLHLNYHDEEYLLSLSSQFLYIFKNQNE                 
>Ppal_EFA80632_1                                                                
MTVDCPICLCDIDNQDYHQLSRCKHEFCRECLQKYIVNSIQEKKYPLKCPCLKCDIEIGTTDLEILVDLSIAETFYDYAK
EKAIDKDNNSFYCLTPDCKGIYFRVEGDPFTFDCEICNMQYCLKCKDIDHGEMTCEQWRIESGQVCDSLFQDYANSQKFK
KCPSCTNWVEKIDGCNHIHCICDHKFCYNCGNSYPCTCGQDPHVVQEQIPEEI                           
>Ppal_EFA79109_1                                                                
MLNYINDLEEDDFSHSKATTSTTLSSSSSSSFKNISNRKKLGKPILTFNNNNNNSSNSNHNNNNRGGKSKVIPIMSSYSE
FNKKKKQMNGGKVGGGSPLGSRHSFEHEENSDGENSNNTYDDEDTLEEEDIIPIINGKRGRYEDNNNNNNNNNNGNIVEK
EEEKDSKYFKLFNDYQQEEEERKKETQHKRPKIEFQTNMYHYQNQNNNNNNSRHNGHGKNSNHNGYSHTNNVNGSGNTHH
HNNNDNNDNNTIVVDDSDEENTPTTTTTTTTTTTTSSSSSSSNNRPKRNPEQLVYNSVPIIHNNNHSSSGSRLNMTSSHP
ITRSGTAQRNNSASSSSTTTTTTNNNRALPELRRNNTAPPVVQSHAPPPPQRAARKSNKRSTTTTTTTTTTNNRNNNVHL
NNNLATVNDNGTTDLDNELALAISITDTPPRANHRHNNHNHNHRNTNNNQQHVQEQLDYQVALQLQLQFQQLEQQQQQQQ
QTHQELNRQLHQRAINHRIYERFQQQQNQRHHHYHPHAHAHGHPQVDPNLFNLMAINRDFNENDYEMLLRLDENVNNKGA
NIQSIKTLPIRKIEKNTKIETCCICLSQMEVNEEVKTLPCLHFFHIDCIDQWLKVNKICPIDKQSITE            
>Ppal_EFA78995_1                                                                
MKPTKKNDVGNTALQKSEHDIFAPKSPSKTSFFGRQLFGGSGAVGGSGMSGLSTSPRISSQLAISSAINFPSEAMTPTTT
TTTTNTNANANNSNTGRLVFGSGYSGTASSVGSGGNTTYQQQQQQPVTPPSFTLTPPTPSSSYTSSSHHSYSSPNHNNNY
PTTTTTTTTTTTTTTTSSQQQQQQQQQQSTPTNININDNSNNSNSNSNTNYSHSPFRNSPPLISAFHDLRRYDRENEDVI
NKMLERELMEQEDREMARKMQEELARNFEQSTHIYQEEEEEEIDMSYEALSKLEPVKLGATESQKKKIKQVKYKHKHNND
ADEHRCTICLEDFEENIIVKELAGCDHQFHPDCIDRWLTEHKKCPYCRLELPS                           
>Ppal_EFA78308_1                                                                



MSDQNVHNIVNGIRFIGEDDHEELDIERIKFIMKHTPTPPISEYQFQELTEEVIITKRNKERIGDCTICVNEFPLDTEAI
KLPCKHYYHFDCITQWLKMHSNCPNCRTQLPTNNSEYDAYSRILAEHEKKEREGINEDEDRSMRRQTKNSGMFS      
>Ppal_EFA77747_1                                                                
MGICKCKKRSDEFCYLHKKFICDGCVVTDHPTCHIGSYVDWLTDSEFEESVCGVCKGELSKENSVRLLCYDLFHPECIDV
YACSLPATTAQAGYACPTCMKPILPPNDKVDGLSRSIRKTFGVSSWAEPFLGSAHKLQVSHPGSAMGGNSTGATTTGSNG
GTNIGSNGSNSNHLTSPSSNPTSPTTSHVDLTSLTGQINQSLLEETPPLAHLNNNPYGLAIRKPQQPSSKNDTVIQFQNN
QIDDEEDKYNKKSLISLNSISRFKDENKIRFYLIVIFMIAGFLYLVVRMRTPTEEGLIEE                    
>Ppal_EFA77316_1                                                                
MGKGNNNLVKLGDFTITSISDPGGKPVSEDLTFGIDEFLLPKKSKQRYNNKSKSTNSQINKSNKQSNNNNNNNNHKTFSR
TEIEQLFSFNYKKDIRDIAEEYIQDKNSNTEEMEQEIEVAEEDSGEGGSNGLTVKDFEYISTEKEEEEEKEMELKNSNNI
VDSNNSNFEDVVLEIEEEEEEEVLSFSVNSFLDKCDFEDSWENEFFGVKFDGEHLRHCNKNKKDRIKRFFESSYLSKKES
DQRAWMSRYFSTVKGGEPLRQQERLNRTFKPSQDQTYEKELQAAMSMSAAEYDRTVGRSLAVTTLTQRQINDLLNRELTP
EDYELLLLLDNSVKPKTTPKEVLRTLPTVKFSLSNTNHSNCDTCMVCLNEFNPNETVTNLPKCNHIFHGECINNWLANSS
RNCPIDGLPCFDC                                                                   
>Ppal_EFA77244_1                                                                
MFTATRGANHLNNIHRYQPYNSNNNNVNTYGYNHHGCHHYNNNNNNNNNGTNNNNNNNNNFYLQQHQVKKNNKFNNNKNT
KLNNHNYNSHTYNKKARVRARRLLRRRNIINNILYNSENNNNNNSEISNTTTTTTTTTTTNSYSFVHNNTHNNNNNQYNN
NNFTGNNNHYYKSNWNSSLSVNSFNNNSNNCFKKFHNNRRKLRRSRFFKSPLFENNKHHHQQQQRYNNQLETSLNHQEEQ
QYQQHQEEEEEEEESYQFGYQQHSHLELEEEEDLGIVIPTDNIDIEEEEEEDHTLPHNQEIEEEEFQHQEEYQEEEEEEE
GQDYQAIDIETFSDSDEGVLEEEPEKTKTDLELHDYEDEEEDDDDDDNFEDEDSDEDELSDIDTLRFERHPLHMNSSHYG
RFSTFHRNVSSSHSTVATTATNSFSPLTQSQINDIQTREITSEDYDILLLLDSTVKPKTVPQHIVRSLPTDKFNDTHKQL
CPSCVVCLLDFEENEPITILPKCKHLFHTPCITNWLSKSSTNCPIDGLPCYNDTSK                        
>Ppal_EFA75561_1                                                                
MDDHQTHHDVHRLVLSFGRVDLHNRSCRTRWRWSGCSVSSGAYAIEIPILTSNFDSFIVCGLYYGVLGRDFAEICSIRIA
NLLGIGGSRLPTTKLSNNYCAICTGSLDNSKHNFSMESTASYGESIAIENKENNKPHILDGVMNLLFSKKSCKLACEHSF
HLYCIRGWALVGKNNVCPNCNEKVDIKSFCDNPWEKNSLIWGVLLDSTRYLISWNPVIFLGTQGIIYLFDR         
>Ppal_EFA75279_1                                                                
MAAESTVVNNNSNSNSNSNSNNSNDNDIVYGLADTYSINGGGGAINTPTTTATKSSGGEMFEGVQLDRFLKLYNGVLKHS
NYYDNIDAFEDDDDDDGANGDEKEGKESGGAGGGDDSEDDDSDKEKEKKKKKKEKEKGKKDGDNQLLHQFQSIKSSIPMS
HSNALLHMKQILWHHPISLLPDKLNLNQQQNNIKQQQQQQQVTDENNNKQTSKEQQQQEQEQQKDGEFNSLESIRSSELF
FQFLFDLLNDKNDMMKYRAFQLLQDYCKSLPAASIGNFAESLIKHAVSTLTKIIDTTSNTDNEHMVASSALISLVVARDD
PSLTFKIIRFILNSKYQSFLPSNLKPINENYVPLEKFDFKKSVVYEASSNAGGSGKLNIGAVYSMATDGVFIFVHCDLGL
LKLSLGQQQQQSLLQYKVVQWKKDYHLEGDDDSSQPSSSSSTPSASCSQVNSIHSWMFVIGSDLYFRSTDMANGIIAQLN
IDNLEEESFVSVEAGDCPLGQYPYTMFLTTTNNNNSNSNNSSNNNSNNSSDNIRERLVILELVNDLKKSVFPETRLRYLS
LVDGAFVQDGPSHPLPLWSKTTKIQQVNCTMVNEKQDDSLLSTIESYQISKIYASVKGGFYFLSEDKNLYYLGKSELDKL
FKPPYVDIAQSNIQLYIVNKDGVLGRITDMKANTLKTFDSKFKVKTMVTTGGEESGCYLVDDTPDACLHSAMSWDSELKK
VELPGGEETNQCTLLVAANHSNVVVVNASGIYVKGNNVFGQLGLGHFKNSKEFTRLSPASLPFDVTDVEKIEIGLTFTLF
LVRDGVNRRIYYSGNIKGLKQSNHFVEYQHHDFHASTKSIESIIDICATDHGFIVLKQTMNVDIDWATLTFGDINVFADR
KCLGVLIPPTIGSGADNNSITSKTSDYLLYNTVSNPPLQLVSKSKVAPRKYRFHLSKVANFEFNTESQQLVMLDNREGNR
HPYNSRVSLTNPRERVDPLVIINTLLETYSSTAKPKRLSVPSLSSEFIQSLPKMSFTIAKFIIKEGLSSRVSTTFVKVNR
PVLLWSLQLVRSRECLVMLKIESDSTRTTYSQQHRVVDSKIELDYPFELLPNVGYKITIISTEIDSILPGSAYSVFSVGG
VQFDLTPSVEYKQIAQVVHGLTFSPLTSSIINVGQSTHRQKSIPKDALIDLLDSLSTMWSQFSGSIEMHKTLQNGAKEHV
VDTLMLLDEPLNRTITILARHIQVLLDDVVQGTRVISLIHSVYHHRTLFTHRQHDHKVFIAFMESINHLFVKAFPYIYST
PLQQASAINIVYQLIQLGGSSSFPGAPYLLTAMIQSLYENDVKSLIDIVCEDDAFTRESIDPSLVAFYDMLQNEIYQLHS
SSKKKSQKQRMDSSGHSDSGLLFKDVIMSIASNKPFEQPDADNNKLDDYRSKSIDLLKFIWSSSMIVKNDDVVFNQPKVH
SVGRFNSTSSSWSYDEMMDAISFKADADIYITGIGLYGDKGSYSARVGVTLGQSAQSFNSTNSVNVSWSNKTARYIHRID
LPEPFQLGANEIMTVFTKISGPSSSSGYKGKESASAEGVNFKFMTSRVNSDNGTSLNSGQIPTIFFQFEPNYRSMELTPK
IFEDTLIVSKMILERSKTILKELAQQRQASANEMQLEDLRNDRFLQSLLPFIIDSYANVKYKSIDKQQKLATFLDFLDST
TKINALYKPTSKSLDINDSASSQHCIKMESSHPYEECTKQTNVVEFPADIKWMTIQFDSRSVTTQSSDRLFIWLNGEYKT
PLVRSGFSEKEFPSTTFIVPGNKLIFDFQSASNPANFNDANRYGYSASVIGYKTLGSEDSDYPLAKLERLLSFYILQLSS
SSFFDQKERGFISEAKQKSKAAAAAAGAEKAKRKKRRVEDSDSSDSDSDDGNEDEKEAAASLSNDDDEKELDFDKIIVDN
NATNREEAKSKLYFKTIWNKLSKKLVADSKHQYGISDQVLLDFVNAKSGTLGEEVSDFFNSIGMAVLNKKVDEKDKRKDD
RDKKKDDKKKDAKEKAKDKEKNDKKDGDEDDNSDKAEGEEGDKKKEKKPEDKFKDFPINSDDLLSVSEKLRLRRLALLMK
RKKHLAKEWKNQKKNLENEKYNDYDSSDSDTDSDESEESEAEEEEDSWDEDLEDDNSDDDEKENASDDVSGEKATGKEEE
GTDIEEGIKVNIKENGSATEDKDSDDEVKIKDDNDDNESNSSDNKVKTSTVDNSLNQSKPEEESIVDAAAVHSDSESAIG
EDDKKIVQASAASNEKESITSFLKYTGWDTIMKKLFVEIIRLNGAESDFVLTVQSIKNQKKSLQEAKESEQLTPYVELWR
NVQKRLNKWALQQSTVAEEYVGINILFGDDDDYFNAPPEPITKKDVLPIQKLDFLFEFLSHLSIGGGGGSSASSSAKDQQ
SSSSSSSESNLERRSINYSFEEFMNSSNINTSTYNLLLLNKNSQDSAGNANEKVHNSFVSRSILAMFLENFIKIDFFDTI
EETKRKNLVKIDSLKIWSNLVETLQVPSALENTIWMIATIVHTNQAPKALLPADWQGKVAQNLSITSNINPLLKREFIVQ
FHALLEALSKRIKFGSFSDAIILNALSCFSMYLLPEDISFVQSSEIFPLISKILSELHSNETRSLFSPMRKGKEKITPQE
LDYIEQQQQSESGSVSSNNSPLTSPPSNSSSFVPIQNSSFVNIANKCKVVLTKSPEMMPSLFDESTQSFWEASAKAMINV
TLPGEKPTFVQEVCVYIDNSDNEYQVMTVKIKAGNSESCIDFSKVIDVEHEANYWKIIPIGQTITNINISFTGSESIRVR



QLKILIPDKQENMSLSPNSKFDATLSLLKLLTFQIFGISTSKEISKDLRNQVATLLSSNGVSKIQKQIFSLISSEVQKEI
IHLDGIGWNNVKDQPNKDAYLNELLTTLSSLMESEEGKSFIPSKSSIFALLPLLHKGAERIQHLCINICKGMLINLKPTL
FTEFMQEQSNVTVSNLSFIQYMLLIISKPIYVQVKGGSNPLAHNYTMDSLLPNVLEGELSIANGKALIELVKDLMNKSES
WRQSIEDELVNSILSMRVAATQPINTYLNSTKLWSALSALLIVFGNQKVISTINTSNISSETQVKTCQNHDDGVTEASVL
CNNCQTNLCSECDRFVHMPKAKREHVRSPLVNDVISLEVHENCIRLKLSSTLFVLDCEKQKAIVQTINISSSETCRFCKQ
KLDLQNLIPSHGISGVCSSADCKQKAANSCTKIHQCGHLCYGIRDEDECLPCLHGCKKPELITTTTSETTTTTTTSEHSH
SSKCKKLTQDQDDFCMICWTENLSEAPSIQLDCGHVFHQDCCKQLLEKRWNGARITLGFSKCPICKTSIHHQSLKSITDV
IDNIGNEIIRKGKLRIDFLGIQKDPLLLPGGKYHQNLDGYIMDQFAYYLCFKCKQPYFGGSNQCAAAMAAPEKFNPEELI
CGGCSSDDVLPICPKHGKDYLEFKCRYCCSVAIWFCFGTHHFCETCHNHHTELTSRNTHPQCPVGPGGIELPGDDCPLHV
DHPKTGTEFALGCGICRNVREF                                                          
>Ppal_EFA75085_1                                                                
MSFVSTTGNDDSGSSGSGGFQMRKRVTKVTANKVQTEVQSASPFVASPVLSSVPAPAQAPAAPTPKPTTTPAASTQKPTA
KTTTTAAAKTTTTAAASSDKSNSGLPDLIDIVVPKAPEPKETKNPVPSTAPKKKTPKRSSAPATTTTTTTTTAASTAATT
PVDPANPGANPFNFLTSFFQKDGTPNPTTDSKATPPSTTTSSSAATEKKRGRPKKNVADVDDTLPKLIPTCGICFEDIAL
PSNPVSCDHIFCFDCISKWLNNANFCPVCSKQIEKVKKIDKDGKISFHLVKPSRGPFLYTLQLVSGEDTKKNKKGDDSDN
EQSGAPFDGIFGMMQQMMKRFHFNVEDSDEEASSNDSDDSDDNGGCHGHSHINGVIHPHGHNISDSDDDDEDDDDDSSDS
NEDHLDPLKNFSALHRHMMEMKMKYGNNKIVDDDDEDEDEEDESDEDEEEDDEDEDEDDDDDDDDYEDTDGVDNILTDDV
PLDLKKKLLDTILEYHLNNSSSSSDPRNKTGNNESINLIFKEYSKK                                  
>Ppal_EFA74868_1                                                                
MEAEEKKKKEEEELKKKKEEEVEKERKKKEEEEARQCIICVDKYTAEAKIDGCEHTFCFDCIHEWSKQTNSCPLCKNKFK
TIRKVQTGKGKNVVRVANKEQKAEYSPEELERLIGYEYGDEDEEFEFDDDDDDDYDSDDSIDDFIDDDSDQDDADASFNL
ASYFPGANVRHLGGRLFTLRAVRRPLVAQSTANNPINLDESLDIAFDVDRHYAEEDEDDDDVVDLNDLDLLDGEDIDDEH
DSYIDEYEEEAIEDSASDSELEKHLAHNGDCGGCGDCDWCLEGDDLYPELNEFPANGRSRRQANAQVKPDSDSSPISLIS
DDENESEEEEMAISSEDDSDVEEEEDQKLEQKKKKEKKVKDISSEEGEDSLDSDDEVFLSKRKDNPSSEDEDFLVNSDSS
TKSGNSTTLKRLRKR                                                                 
>Ppal_EFA74627_1                                                                
MFHKLKKLLSSSSDHGSPTATSNVATSSTANTDLVDSTLSTANNKQKKTKKVKSLSTSSRTLSFRRKSTISSSSPPSSKS
GMLANNNSNNRKEISQSSESQLEIIESESNSIGNINNSSLNNNNNNNNDILRTTLTTSFIPTELVPMMLGESGNLVERDE
QSLSISNNDGGEEDEDDQTEISIVDDININISSTSIPNISTTTTTTTTTTTSSTSSSVNNKSFIRTVSSQLFRRNLKVSG
SKVDSCEQQQSHQLQHCQNEEDELPDEQNSDYDSNSDYNDNDDNDDEDNDDQEEEAFIKALQEVENEIEAANQQMNFKCL
SPTELAQQQQQEIKDIAELLQLSNQSALALLKHFNWRRELMLTKYFESPKDICKEVGIEMPNNSNNQSQSNSPLINSSGN
NTSNRLAILQQQYILNGNSSSLVGNDEHQQQSSSTISYSLANSTQFVSTSTTTTTTTTNNTNIQQSCSICGEEGSADDMT
AVKCNHYFCNDCWGGYLTSKITEGEASIRCPYYKCVCVVDDSVVQRLVAPVTYEKYQQFATRKFLAGNQQHVRWCPTPGC
DNVITLIKDSASTALEIVHCSCGRKFCFKCHRESHAPATCEQMAHWETKCQDESETSHWKVVNCKQCPKCSVSVEKNGGC
NHMNCRQCQYEWCWVCLRSWKGHNDFYVCNRFQKEKETKRNHFLNLFQKPMSSSKKKENAEIEEKERNKVELLRYLHYYE
RFINHDSSRKLEKMIREEAKQKMEELEKLNSTWAEVQFIERGVDQLLECRNVLKYTYVFAFFSFANAVTQPRVETARELF
EFLQQDLEKTTETLAELMEEVLKKSVTQLGTQQRMDVLPPMTDSTKFLMVDKSE                          
>Ehis_2_m00565                                                                  
MRGIYILFFIQSLAFNIHEQHIEFPLTGDWSMSSPFPFLTQTTGKIQAFPPRVLNVTEEGSIIECHIQITDGKYGQDDIL
EFTSFLLIKKNQTSSHGYLVSKVITPTPIRIIRRAIVTHNITKFIDSLPSLNVIIPLEDFKRNSENITINGTLNWNDKIM
RFTLCPINKKELEDSALPYLGLVLILAVIQAFAFVKQMDCAKTESSLKRSSYNTIVFMATSDAFVCHVHVYLASLFTPSS
LAFRFSILLSFLYFMIFSVYDVKYIFTIWKSQYGTVSQRSAMLLYLRLYATLFILFILSVFSLHYFLIVCFSLWMPQIYQ
NIITNNSQVISLRYIIITTFPRCVLVLYWFAFPYNFMNYRVDGVLVITLFSLVFLQIFIIVIQKRYGARCFIPKFIQKLC
INEEYNYHHGWSDIAKIRGTLECVICMAPIENTHMETGCPEIVVTPCGHVFHTDCLASWIDYKMDCPTCRAPLEGVF   
>Ehis_5_m00414                                                                  
MEFDKIIPQITCAICLSNISECCVTKCGHAFCKKCLDDALNFNEKCPYCSSILRKGEYYRFYQFDSLVSFIDESRKEIDL
KQTLHQKGDSKENEFIKKQLINIKSVINEETKMERNELVNVPCDLEKVVENDLLLEENRFIVTIKSNHLPMILKSNIESI
NIQINSKVKEQKRCIRDRFIKGMTETFYHCFDCDVKFICSSCAEICHSKHHIEPQLTISCMNAVCYCCRSPNKCQLTN  
>Ehis_23_m00359                                                                 
MGIINYITSILYIPYVFTPLVLLICLLSCIIVIRYKSLRDEDVMFVIFAVVVCVLIKTSTISILGTYISPINQPVFIYAY
FSIQLLRNMICLFQLKLDEQCYYSPAAFVANFSTIGFIVFMPIYIVLFCTLIFKCISLAPSITLPITIPEFIIIPIEVIY
VIYNYGFIYKRCYDNQWSKRYIKHFFTKMHFDFITIGCLFIHYTVLLIYTWGQRLMGIWISFQILRIGFVSISKIKTVQK
YFNHLVITLKICDVNEGECSICYSRLKRKCVSFSCGHKFHYSCVIPWLQHNSVCPLCKQPILQSKTNYGKYIMKLPKSSR
FIVRLYQFLFKQNTVQEQIGAIKEVFPMIPDGVILQDLERFSTSTDVIAHYIDHPEIVNEYTNIIANEQETHQHELVPDF
DIMKNLEGIEEDSTESSDENINLEELNQINELRKRKLIEDNL                                      
>Ehis_23_m00369                                                                 
MGIINYITSILYIPYVFTPLVLLICLLSCIIVIRYNSLRDEDVIKRYIKHFFTKMHFDFITIGCLFIHYTVLLIYTWGQR
LMGIWISFQILRIGFVSISKIKTVQKYFNHLVITLKICDVNEGECSICYSRLKRKCVSFSCGHKFHYSCVIPWLQHNSVC
PLCKQPILQSKTNYGKYIMKLPKSSRFIVRLYQFLFKQNTVQEQIGAIKEVFPMIPDGVILQDLERFSTSTDVIAHYIDH
PEIVNEYTNIIANEQETHQHELVPDFDIMKNLEGIEEDSTESSDENINLEELNQINELRKRKLIEDNL            
>Ehis_24_m00279                                                                 
MGICHICKEQTTLYCVDHEKHICLNCLLKSHKECTICQYVDYVDGKVKKDNSCHLCGEEIFEGDLIVRLPCLHKFHQECL



LKSLSNIHLNESESCENQFKCPECLIDIFTEENKNTVLMQSLIQQFKQLEFIKKYANISDENVSESTTSEVMAAISLKNN
DEDSIVVSQSVDTTNKGDDVAIGINPEEQSIELEIDEDEDKKIVTKDMDGNSLLQTFVVCVFH                 
>Ehis_32_m00225                                                                 
MEDQLFSFPITVLPFRYYNIPKEYEYVKNKADDILLIDKKIIIVYSKNEEHVIVNDSKDIYLHGDIDQYHRVVVVTSEGR
LIFLREREIKNEKTSYEEFDINFFFPEELRQRKGCKVVGISFYHVESFEIKAVVFTNDKCIFTLSFFTNQIPINAKTKCV
YISSSYKESWNGFGAIESMNGIVVVCCTGKEVGRIVFDKLWHGSYESIDKIEYDNKSNKGSVELIKKEGVYDVIWNSSEL
FNINPHDKEMIYKFNDILSFDQTTNELILKKNSLKPFIKKTEFEEKVFVLNTNGGVEVIDDTNGITTSIRIEGKGRWMIN
DDKTMWILTDQCLYRIIKRSNEEKEIINLFKLNEIKDEEEARILIHKELDECQVNSKKKIILYCWSIIMDIKSLQKSGIE
RRKEYIESIKNTLQLSIKMKEGIDYHIIRYIIEMSGLDDLFIEYCHICNDIEGYINYLINKEQDDEVFKEIKSLFNSSSS
FNVSNQTMKAQYFLEKYFSILYYRNNDKTVQFLSSVEFCLFPSFFTGLASFKDQKKSIQFAHQLLLKIESKNGFNLDLCE
FIFWGMVRYCTDEELLEFMKEKSIRLECVLNLPLKHYFKNHKRSYLFILENKQMTEEMIEVFIELIKEEKKYEDVEKAIE
LTYSIAIQDKKEDYLIKIFNAFIKSNCDEITVIQLIKKYSIPINLVIDLVPFQWHNKELIELLTTSIETIGNEIERVQNE
IDKTIEITNSSFDFNKSLFTCITSHCSLCNEIIKEKEQFVLFACGHIFHPSCIKKEFTNNKTPFALTHQTQVETECPLCG
EHQIQLIDLPYFSPSSYWEL                                                            
>Ehis_41_m00226                                                                 
MTIDMKDGLLYGIVSDEQLKFIGKTFFGKQSNLITETYIILSILLFIISFNQMRKVSIDGIALHILTMGDAYCALLHTTA
TFVFHPSSSLFYGFGIISILSICQVAVMGSKYLGRYGAIGQIYMTCNLLVGFFLAEYWKFGFIIIICSPWLFNDKKTNKT
RLITLCLKGFMMSYWVGYSDNPINIQNDWSCLFVLWLSIAIQFKINNNHRHLVFNENKTTIKSKLPCDCPICLCLIEDSN
DVLLTKCSHIFHKECIQMWLKEHDDCPYCRTTLLLN                                            
>Ehis_125_m00093                                                                
MSSKILNEIWTILIFILSGLSDISIDLLVIIILYISIKVNKILIETRIDLYNETQSYYYSKRVSMFILSLILIGITTMIL
LQYSTTDFVSLIFYCFFKILFYSLICDVLQQIFCFVHTLYEFQWKYYTLTSLSIKSIKLLLASFEFFILFKSLLPNVFVG
LLIFSIMHVWESISSLEQLMTYIYYSYLLDHLSLVHYDAKEEHECVICRDVLTEAAHLRCGHDFHVSCLKGWLARASDCP
ICRNPINLKENNEEEVEINPTWNVHEI                                                     
>Ehis_129_m00137                                                                
MGDINTQYECITQIYPNNISLKLDNEKELDIVYELEYENNEYAYNIWKSAIQVLFIINKNKFPLPSSIKFELIKCNGCEP
TQLEAVISRLIKEELTEINLFSLYLEIQQFQSDNTIPSGNCCICLEPITPSASSIQLPCYHYFHSECIDNLKASGADCVC
PICRTRFSKKLRHKKEIDLTKYYAMDDDIYNPLTNTLSNHFILVKNSGITHARHVILSYFYQFSPLKATYSQDEHGWIVS
FQYLEQAKSCCLIFTGKSILPDYPKMEISMYIPIQPDSGSPLKHIS                                  
>Ehis_158_m00101                                                                
MGICFECKKPTDLYCVHHKKHICIECIFKNHINCTVCKYREYVEENREEVNNCIICSTELASKETVRLPCFCVFHKDCLI
SLFDQSIEEVKCPKCNQPIFTQQDIPNQIKDQLISTFAGKSYLQPFLELNPPKHEEEIDMTAAVLLNETPKEVEQPPQEK
EEQDNVEYVQQEITSLKRKDEKIEGSENNEVAPTIEFDVSSDEDDHGNKKKEMSSIGKNFIQTLGKKNKISGSTLLILFG
LMVLLVVFMVVVYFIGNKDT                                                            
>Ehis_168_m00112                                                                
MGICFECKKPTDLYCVHHKKHICIECIFKNHINCTVCKYREYVEENREEVNNCIICSTELASKETVRLPCFCVFHKDCLI
SLFDQSIEEVKCPKCNQPIFTQQDIPNQIKDQLISTFAGKSYLQPFLELNPPKHEEEIDMTAAVLLNETPKEVEQPPQEK
EEQDNVEYVQQEITSLKRKDEKTEGSENNEVAPTIEFDVSSDEDDHGNKKKEMSSIGKNFIQTLGKKNKISGSTLLILFG
LMVLLVVFMVVVYFIGNKDT                                                            
>Ehis_327_m00062                                                                
MLYQIDIIDSTIDIITNVTIKVLEMFIIISEIFLETPSVFSSKIYLIYFWSLCKGLIVILTIILCLPSLQTCVLLTSMER
ISHFYLSTMILLLSIDIDGMTYLKLSMSVIALIDLWDCIQVTTSSQHFIDLFEELSFSEDEINYHFNFPVIKHNSTTKYH
YNECPICMEPFSENESMKLLPCKHYFHCICIDEWIRCHSFCPLCKVSFHLNPLKKNKQI                     
>Ehis_436_m00052                                                                
MNNTCCICYGDIVDCTITPCGHAFCYQCIKEWLSRVPNCPVCKSRVLLNQIIRVNKNKNHPTKNEQSTIFQDNLPVIKFW
GKLLLGLLFPILMFLVIIQLMD                                                          
>Acas_g300                                                                      
MSYEDLVSLPNVAVGVRDIDRLPTMTFRAGMTCEPSCVICLSDFTTGDTLRRMECMHVFHKECVDKWLQQSKKCPSCNRE
MDL                                                                             
>Acas_g317                                                                      
MEVDTRDLEAAPTSASDTAPLLALPTFMPTTPSPPANTSLTTPPAEQPMSRPGGGRKVCYAWHGLNLGYGVYLAVVAGAL
GVGMAANGGASCESHLRAWASFEIVFCVLGVLNVVWKHRRVPQLVVDRNAQSDDVFIAASSGVLLNVAWIVWLVFGCIWT
FEESNCADAAPILYQACSLVLKAHLVMVGTLVAVILCAASAMPVLYFVRPDLFNEPSRGATKSLIDRTTKRTTYRPPAQR
SSRDNADNDEENKKEKEIENESEKVDEGESCAICLSEYVAGEEVRELGCGHLFHANCAEAWLQTNKTCAACRRPIDQAA 
>Acas_g516                                                                      
MSDDEASSAAATHGKKLVGDMEDEMDIDNECCICLIDMEERKFRGKMDCCDHVVCWCCIQEWAQTSRSCPICQRSYNKCK
KTTPKAKKGRKHTKPNKGKKQRSLWEKVGGGILGRRLRSARSSPAQPQQPPNLAAQSSWGDMGDEEADVDVDAGEEEVVV
FPMRDSRGDDDVGVVAVDGAAAAADADASSSSSSSSSSDDSDSRGSRRSNEEEANEEGNDMIIVNIINDDDSPGEQAEEE
EENEEEQEEVAVEASRVDEAVAVAVGQAGISSSPSLLSSVSPLSSLSTLSLSTSSVSTRDVSDEETHADNNNNEEEEEEE
ATTTSGNNFIAEGADWKDKGKELEEEEEEEDDEEEEEEEEDRDKEEEEWERKDSESDDSDDDDEDDANGPLDSC      
>Acas_g691                                                                      
MEQQQVVQVAWVNEGRALDVSLPCPDIRSLKQELAKQMGGGVPVDMLRLCVGSINVTSEIDRPLDYYLITNEPWFVRSPI



EASVISIQKTGDEGQEVRQEPVKVWLRRGCSSYAISAALQRAGLRTADMELRTDGGVIIPEGSFSKQALRGMPSKITLYL
RRKPDVIDITIITPSGFQRSGKPATILLGVKRDTTIRNVKERIRSSTGVRRDNIRLCFLGTVLGVTGDEANSDEEQAKVY
YFIGLINPQFCSSWHLPSSQQEAKTLADFGVYDGSSLIWSRGRKTLTLDATPAHLIAQIKTLIEAKEGIPADQQRLVFAG
RQLDDDICLGDYTIDRESTLQLVIRLRGANNNPGSRYGGAWAKADNAYHRFSEEKAGTVEWLRLLIHTKRIQECEGAAAP
RRPFEMFCCICICDITATEEVKTLACGHAFHPPCVDEWTGRSPTCPYCRRDL                            
>Acas_g747                                                                      
MEQQQVVQVAWVNEGRAVGVSLPCPDIRSLKQELAKQMGVGGIDVTSETDRPLDYYLITNEPWFVRSPIEASVISTQTDD
EGQEVRQEPVKVWLACGFSSYEIFAALGRGAGLRTAGRELRTDSGVVIPEGSFSNKPLRGMPSKITLHLQRKPDMIDITI
ITPSGFARSGKPATITLAVKRNTTIHNIKTCIVTSTGVPRDNIRLCFLGTVLGVTGDETDRDEKAKEARTLADFSVDDGS
SLIWNLAVKEPPSKGPLPPNPLILVLTAPKCSVVKVVGVDPNATVSAVVLSRSYRVALGGELLDESKTWAEYALEQGTWI
SLVPRPGVWFQIFCKTLTGKTITLEAGPAHPITEVKVLVEAKEGIPADQQRLLFAGKQLEDGTCLGDYAIDRESTLQLVL
RLRGGGLTAGSLFVDMSNTNALERRQWSSKAPQWRVAMPGLSVEGVCTNRECEAFDRSVIINKHHGTFDLLLDAHTCGGE
WAKADNAYHRFSEDKAGTVEWLRLLIHTKRIQECEDSAVPRKPFEMFCCICICDIKATEEVKTLACGHAFHPPCLDEWTA
RSPTCPYCRRDL                                                                    
>Acas_g914                                                                      
MGDNTQPNAEMLANMMRIFQMMGAGPGGMPFPRTDKPPASQLAISELEDVEIDQRLLDKGVTQCAICTEDFKLKQDAKKM
PCKHIFHDMCLLPWLNKNCTCPMCRFELPTLDADYEDNKRGRGPLNPWDDEDGGDNDRSSNAGSSSYNHMFL        
>Acas_g1630                                                                     
MHHRMCKQICHEERVHLTFVLRFQDECLTNQFLAEQQQPARPRPQEDPAAFLDEVSLDEQMALELARAATDDTMLGFGMY
KDNTFNCPYPGCASKLEAQELPAHAATKHSACIQTLSCPICEHETRTTYTPNENTNLLQHLGNAHGDLAEIHQALMMSRS
MYVEQCTKPVELPKEVGKGSQVQTLRDKVPDQECQICLLDFNKGDRVTWMDCFCVFHEECIETWFKKVSHRECPVHKDD 
>Acas_g2498                                                                     
MNHHQTLAAAAAAEEEDVGTCSICFLAFSASEADRLPRLLKCGHSFCTACLTRLLGSTTPAPTTNAEAEAEAELAEAMNL
LRCPKCRTVTRGHDALTIEEAELRVRERVELAQVEAAMGEVEAGEQESGREARAAIKQHFDRMR                
>Acas_g3023                                                                     
MLVTFALPMTISLPAHLVSVSTQPQAAAATAPASEPAPAATESSTDPTPASPQPSTSAPTATSTTGTTQQPPQQLHFTFI
LQMPMPLAGGAIPAMMGGSGGSFSLDNFLNYTFQLQQQQRAGPPPASKSAVDRLAQVTVTEAHIKAQALCSVCQEAFGAG
DAALGLPCDHLYHGDCITPWLKEHNTCPMCRYELPTDDDEYERGRVERMQKRDEAKRQRERKCEFGRMRNEDCVLLHHHH
EHEHDHDHHDGECDAEPMMAQLECGHTFHAECLDGWA                                           
>Acas_g3629                                                                     
MAPPAPLQSSVSSSAFYPTTSTVPVGEERPGLGMGRRYQSDDSLEINELARDRRSCNGRRAEGTARDEEASTEEGESRGG
LRHLLSSVRHRGREIVDRIGHHQATPSGGGGEPQQLTPASEEEELESRRGHRRRSSHSGGGSSAGKRDKRASLDEGWVLV
DNTSTRSSTSTHPPQPTLVTQVPLTDEQYAARLSRQLAEEEERQRRRDEELARRIQRQEEEEVRRREVLVSEGLSPSTLY
IDEPRGRRRRTGGLVGLLEMMREMHEMSLAQNMSQESGYPFVLAPNASTSSRRQDMTYEQLLGLAERVGNVNRGVSHAAM
DALPTRTFQEKDKKADQEDNKCTICLCDYEEGDTLRALPCLHSYHKDCIDHWLKSHNTCPVCKTQINM            
>Acas_g4107                                                                     
MDASNLRDLKRKCPPEHAHKLSLLLAHSEQHRGEDVPDPYYGHPSFEVVFDIVEDGTPSDFLEIIERQQHSLNYSNIFNF
RPPRNISDFYKGPKLMFEFTERSGHLLFQIVNKPTPLTNIDVVQGEMVLRNGIWTTDKTQHFVLQGLYFWNPGDLFLIAN
PVHSKHGASPIIQDFMLTLKNDSTVHDAIAQAGSIPKLLAATNSSAAAAGMNQCYFQILFKAKPSPFQLDKATRNGDDDD
AAKPIMDVKGIMHSPNCDSVLVAEVSSIQFDTYYRKATNYVIMVTFVTCIQILLLIKQMEATNTQSGVAKVSLLTIGAQA
VMDSYLCLIHLTAGIVIDFYGCPYNFLHVQPNYNLLSWLAASCPTSTTTNGLYMLTAEQGESKECVICMSVVLPNQRDYM
VTPCNHLFHQNCLEQWMEFKMECPTCRRPLPYP                                               
>Acas_g4887                                                                     
MLFFLYVASHGGGQVATEKEWPLDVCEASWRLQEAELSALRALFMDDFKESNSLPPRFQIRIRSSDLTEEEECFLTSHGY
QVSLSLVVTLTRAYPEEPPMVEVRWDGLQEGLSESRYPELYSVLQRQAQENLGSFIISEMVETARAWVVAQARAKLQQLK
AKAERERERRKAVRSKLGLGSGSREALLKSKEDELTRSMQQRRVRHMIEKDTFYGQAMKEIYKWDYDIFNMEQVLSLQKA
KEAKVQEVMGPQVPAAVVRVLLHHARWDADALIRRYRLLTDGASPASPARAAGCEGDLGDESERGKGIQQLYAEVGLPFV
ERGKHESAGDEEEVHFHLMASIPAKASCGICMDDFSTRTMTSLSCGHWFCNDCYGTYLVMQITDGASDAIRCAHFRCPFI
VDPVTVVSLVSREIYRKFVTFAAQRYIETDNSLFRCRGTREEGHFPIPCDVAKWHMKNYGHQYAPKDLEATFDWLMVRST
GHSWLCGAKWTYHDCNGTWKGQRDREERLKDQILSSTVTFFEWYNAQLLPLNTFAKIAGATSIKAQRYLEKRKDASARGV
RVIKSALHHIFLGRYLLAQVSKLGCYRSEHPGSGSTKNLQAAMFGVNASLVRVKDFLDMPAKHLSIEMLENACHTMRQRA
SELVGVVTRLLTEADGPQQAPAMELVVRRLSQQKGGKRVPFPSSLEALLADGGHVLGITAVSARTIDNRKLGPASLVELL
DRTVVHLLTAVEEKEVAS                                                              
>Acas_g5992                                                                     
MEKGEDVVGLCAVCLEAFDEDVHLPRLLTCGHSFCSSCLTQIACGARAALECPKCRTPTPLRQQQGPGGGGVHALPRNFD
LVDLIAHHLHLQPAAQAAALPPQRPCENCAKQDAEWFCSVCGGHLCTACDDQVHTLPILRAHTRVASREVVPSAPAPTCA
THRGKSVKFWCSQDRVLVCTSCLLVGAHQGHKVASLEEAADAARADAQAKLAVLEAGISDIEMALADVRANELDEQRSAG
EARAALGRYFDQVRETVGQRERLLEGQLAAWQDERAQAAQQKRDELAEAKRRLEAMGRDVQAVVTKAASPVACLTTTMGA
ENGTAARAIAAVEREVRSLVSPALVNTPRGSITFAASESALPLVQSVNASGCLHSSLISHGRALPAAEALGQPQRAGSAS
ASASAVANRARPVASAKPKSMLAVISCGPFREGVITLLLTCLGSGEVRKHCEYELVGAAEDEHSLVLLFIHPLAPPADVT
ILIAEKCHGKPVVLVWAQDTMGHQPKDLPQLDYEPCASLELWYNSSFSFFFPPALDHPDRNERALAHFEETLRHLRLLPP
ASPAAEAAQQPASNRKKSH                                                             



>Acas_g6364                                                                     
MDLMSLVMETESARLRKSEPSRVHVFTLLYEEGLQRAQVRREVLEVLRLAREEERRRAALECMICGVKKSMKRLHFLESC
SHHSCRECLRSFVMQKVEAMNCLLSEDELERYLRASVEEVLLANKDRYLKCPNSRCKNIIEKVEDPAVTPNKLLAAHQGG
DEWTRGPQGEGGSDLSPEAAQHRDKYRFRCRECGTECCGSCQAVPYHLGLTCEQYALWLAAKRCRYCDIALDSPSSSTST
SSSTPSPSTSPSSPSPLQRQKRPRRHSIKGKERREREEDDSDSDGDGDEERHVREAVAATHAQERRQVVASDEKAAVVDC
CTAAECVAKAKLACVRGLSCSHPCGGIVGEALCPPCLHIDCAREGMQTGSDLCLICYVEELRAAPCVQLSCGHFFHFECA
KSKVSNGWSGSRITFGYLECPLCKQLMRHPALDPVLGPHLELFGVVKEKALQRLRLLSLEKCEAVTSPTSPFYGNPSGYA
LHRFSFYRCYKCKTPYFGGDKICEADQQAREFNPKDLVCGRCCDLTGINECPDHGREYIEYKCRFCCSIAVWFCWGTTHF
CDACHQNAAELITADKRELPACTCKIDHPPNGEEFSLGCSYCRALRE                                 
>Acas_g7162                                                                     
MSSPSSQPNAADGRRFWCHQCRAEIRPSNDFACLGCGNDFIEELEDSAEDDPTAFVAFGQPPASTPQQSSLPPQQHPLFP
FAQPAPFQFQTMFGNPGTVPPLQQHLGQPAPLDFAQFMQQVDTMMQQMAAPTQQQASAPPVMQVFSTGAGGGMPPMNFQA
FMQSMLSGLNGGPMVGNPGDYAFGSLDNIITRLMETAGDRGPPPAAKDVVESLPSVRITQEAVDAHEDCAICKDEYTVDE
EALKLSCEHRFHPTCIKEWLGMRNTCPVCRFELKAGEKPSAKGNGEGNNRRGGGGGGGGGGGRGGNSNENNSADSPFQFY
L                                                                               
>Acas_g7730                                                                     
MAEPGESEGQEGDKALLGELLGVAELCRLCYDEVGPEDKIETSCGHAFCRTCFEDWQAEHEGLQQCPECRLPMRVKAEEA
TGSPAIKSEGRGRGGVKKEAKKEKKKREKRSGRKGKMKKEDYDDDEEEDDEDECSDDEDAKQDRSALFKSLDLSSDDDDE
LEVMVVTPASMMSKAAAGGRTPTMSAAAAAKAKNENENDDFLFEDLGITATRALPTVKAEGPPVPPTVKAEAPRAGSGTG
VKSLVYSQFTRYLDMVGHILRWKGFTFVRLDGRMSKAKRQRSMERFKDDPEVTIFLISLKAGGFGLNLTSASRIYLLDPW
WNPATEQQAIDRAHRLGQKLPVVVTRFIIINSIEERILELQKKKNELARGAFEGGSPNRLGIRELSMLFSNRAPDPSAGD
QPPPGPQQELPRGPLGAAFI                                                            
>Acas_g8621                                                                     
MRKILGGIFGGGGGHTQHQPQENQPLAPVYVSPPKSWESDDFVPARHLHPVEPSKPPSSSSGGGHAALTDSAFARALAAE
DEVYAGEQVVDHHHYERAVAGGGGGRVGLTDSALARVLAAEDDLDLGLNHGTESGLTVICPYLGCISGRVALESFVNHVT
NHHASASSHKYACPVCTLATGETYTVHDSTHLMNHLRDAHTGDAVAAPSSTSTSSSPALPSTHQLSVRCPYAGCTAPPVP
TNSFVGHVTRYHSSAASHSLACPLCFLVTELLALEDRMGSVAIAPSAVTVDQLPTHPFSSAQLRRTGGEGGELDEQLTTC
TICLVEYEDGELLKTLPCLHSYHQECIDEWLSGNKLCPICKFDVTTAPSTYS                            
>Acas_g9030                                                                     
MATVAVNDATRVLNVQNQPDLRDPNDVLEMATNDAETRPRRRDSARSGEEDGRGRPSPDPSDNQLRKESSSSAGGVTLEE
EEEDAYDSCCICFDGKEYVLTSCCHLFCLPCITRWIEISNTCPICRNEFETGVELYNLIGTVEDTIRAIKEVHKRKREQE
AKRRERALALQAESAGSGSSAATWGIFHQVMDLLFPASVDGERMTMSGRMALIEQDEDPATLAPHLNLTRVNLNALANGR
QSTQNVTLAHTTGRHNNHHGHHQLNVAPSFPFLSFCCLPQPSPSVAMSPVFERLSRGNRIH                   
>Acas_g9205                                                                     
MDLRFDAKDDDVFQQDHKKSHKKAKVEHQQLPESASQCTICLDSWQSSGPHKICSLKCGHLFGRSCIEKWLRNNKLCPMC
KAKAQRSHIRPLFVQHLIVVDNTEECRLTKLLAEEAGKREKLVRSYKADMERIHLECIAYKQQVDKLKRELDDERTKRLH
LQRMAMQTIQNGPIKAACYQTPASRSGAALSADLTFHAPSYPYFHHFHFRLHSCSYCHSLFIVVGSLVAFAVDLLRPQAL
SPLAPLDLRVRDFD                                                                  
>Acas_g9671                                                                     
MAATTSSSFGDELAGWSMDNTVGWLLDLPGLQHREALMIHLVQNDFDGTKLVQLFRTWQWDWERVRVAGGGEGGVRLGVK
GRPRDLVFNEADSKQLYYETIRLCGLDPGIVAERELDEAKKRKRMEEDDEKANQTGTGEEQTKKQQRDKSGKERTIIVVD
DDDDGDGVEKGKGGRNDSSVMDLTQDDGAVDEKERDREAHKQQQGTKDADGDGGSGEKSLRDVLVEMELAERRKREEEEQ
RTLEAIRRMEEEELAQGNGAADEKERDRKQQQGEKGEDGNGEGQEKSLRDILMEMELAERRKREEEEQSTLEVIRMMEEE
ERLAAEQRRLQREKEDEERAKDFARRMLEEERTRALEERKKQDDDTKKMIEDMLRLEAEEERKRKLEEEETSAQIAKELQ
AKEEELKEAHCEICMDDFDPMDKFIMGECGHYFCRDCALEYFKTSLNEFPIKCPHCGEAVSDDALELVLPADLFKKYEKF
RFERALQSDKDFCRCLTPDCENGVIIARDAGLPDKAWQWKCDVCTKKYCLKCNDDTHDSTCEAYQQWKKENGMADDKFQE
LVDTGVLKLCPHCNIRTQKTEGNMNKTARELVSGQQVEWVRPDDLVDQAFQKMAKHDLTALPVVEPSTGTAPGAIKGFVD
VVDLVAFLANVGTRIMTNPYGAGESRSIATDDVAILHRRSKEFRITNTVEISDYCKRNPLHKVNQNMSTKDLINFFGKSN
EYIHRVAVVDDNHNLIGVLTQSMLLRCIHGDLSQMREINDLKAGSLRMTEVNKLATVPADMVAFDAFMTMHKEGLSSLAV
VSGNGEIFENISATDLKGALTDFKRLLLSVRDYLAVTRAVVIGKKRAEGLVYCEREKSLVEVMNRINETRVHRLYVVDEQ
RKPVGVVSLTDICHSLQRVIA                                                           
>Acas_g10556                                                                    
MRRCTVAAAAELRHQLEARAEAGDAEAQFRLGVLHCFGTGGGGGCSNHKQASSEQDSPVIDKDSLDFLIGPGYVVPKTDG
ENTRITNWKQWLKVERRKLKASQDTSDETKQPETAGVGPNYALAAKWFHQSARQGHPLAQHFFAMQLMRGMGVEQDVEEA
MKWLTMAATSGNSLSHYELGQMYYDGSLVPKDEAKANEYFVQAADLDNPNAQFWMGSVEKGLEYLEKAAGHKHPGALYYL
GMMYRSGEGKMLAYLTSSAAEGEAEASFCLGDIYYNGSDAVEVDYPKALQHYREAARKGHANAMCCEGVMHFHGLGTEQS
DEKAFYAYQAAALQNHPHACRNLAYMYHHGRGCAKSEANADRDVMNDPANLPCNHVFCHECIMESLKVRKGCPLCKTAHQ
RRSVKKNNVLGNVVACYQAMDELVRGGPSASGTPRGSAASTPIKSAPRQLHEEQGDVGDSPSQATLTEIVELKRQLRDQE
RAIAEIDALLAETNYASAAPTVNGNLRGTKRRSSSSTPTSQVFDHANGATSPSPTKRARIDKGQDMDEERTAGGAEEEVE
KEVNDKEQNNEEQVAEEDQEKTSADATSTGNEGDNMEEEKEESEEEPKGKKRTKQKTQEKQASATKRSKKKDVKEAKSSP
TSSATKFVLLGTGLDAQKTRKLRRLASKHGGKVVSDFTSNVTHVVTPDENHTARRTLKFMLGLLNGLWIVNFAWVTSCLD
AGKYVSEEPFEISSDTVGKGTASRSLEADRPREGSPLVARRCSEGYSFYLHGSFQAPSPSKDDLKTLITTAGGTFLSRSP



PSPKKATAKRGRKKKSTEPDEPSAPPVAAGADDGRTVVLCDVGCSAKQAKEAQQMCARRPVSVLWLLDSISHFKPQALES
YVLLNDE                                                                         
>Acas_g10686                                                                    
MTAIATVVLPSMSSTSDVEKPKKKGKKKFQKMNDINQVDLLSLFFAQYQTFEERFQLRPTTYDEDEAVLLEQNVEKMKKK
GKGKEKMTEEEEQAAREEEESGEEGLLIDSLHEDEDEDDTSLDLFSDDLHCFDDQDEVEAYLDLFDDVEAEDYVNHYNLP
DLDHYAGLDFDMVETDDDVALENEGEHWERRVVSSKLGGHVVRRHSRSHKKPRVRPGRWVNARDERRRCERVGLVFEQVC
AYKANATRGLEYRTIDYQAIRQDVVIPSTSSSSSKSATRTTTRSSSSSSTNNGRVPSYEREVTSAIDRGSVVQCGLSAQQ
LNDLLNRELTPEDYELLLMLDSTVKPKTLSTNLIDSFPSRTVEPGSALVEGDGERCAICMCSFEVGEGVKELPRCQHCFH
TECIVQWLSTASTKCPLCGCSLES                                                        
>Acas_g11245                                                                    
MGLCKCMNITDLFCFCPIDTYVAWLQDPEYEPPVCHICKDPVTPDNVLRLTCLHMFHPECIDVHCASFPPNTAQAGFTCP
TCQKPIIPPPGSSSPLAQTLLKHLDNAPWLDTIKPKADGHRDHVVMELGDMSAIQHELDEDSYLARRLGLGPEPPSNPGS
QDLAGFDIGSNKAGGSLEGITSRKAPLRGPLDSGGPADPSYDVDDNKYEKHSIGQLWKNLSTPETKKMSLPPPSTAPKKP
PRRMRITMRKILFLFAILSTLMTVAMLHYSLGSAPEV                                           
>Acas_g11581                                                                    
MLPIEAVTTPATTTAPKASSTTTSARASASGAVVDPSFAFPVFAASTSRTKLPPVNLAEVRRLNSQASLQAAGREQLQRE
QALAKESEEDNVIRLLRETLRISDGGSSDAKAASGGAAAANDQSSSSTTTVGQLGQDLTVTLLPYQLDGVKWMVDNESSA
TATKGGILADDMGLGKTIQVIALYLAHRTARRKPMLVVCMLSTLNQWLDEITTRIAKRKAARVLTYYGSGRSQSKELVES
YDIVLTTYGTLAAEFKGKGTDAKAKTAAKPSLLASIHWWRVVLDEAHLIKNKKTKTAMAAHQLQAEQRWCLSGTPIQNSL
DDLYSLLCFLHVPVVSDLDWWNTYIVKPSKAKATSTREKARRRLQLILQSLLLRRTKDQSYNGRPILQLPTKTITLRATT
FSADERIVYDDLFNKAKNTFNKYARDGTVLNNYMKVLELLLRLRQACDHPALALKGKAAAPSGEEDVCPICVQPLEEDAV
VASKCRHRFCADCIASQLASGESRCPTCDVAIDSDKLLPLSSSPKLNGRERPVAEEAEEHSSAKIEALMKALTKVREERP
GEKSIVFSQFTSFLDLKHMKRHNISFVRLDGSMVQNHRMQAIERFNTDPRVSVMLISLKAGGTGLNLTVANHVFLLDPWW
NPFTEVQAIDRVHRLGQTRPVSVTQFVIKDSVEEKIIKMQERKKALAADVLSSDTNKKASLSRLSVSELRHLFSD     
>Acas_g11632                                                                    
MYRLKVGVFGHQSSLPNNIAYDEKRQRIMEYRTDSPGDAADGGSAGDDASKPSYRDILRKSRSEKEKLSEEEEGKPAGDE
DVVRVSVGNPFIEVIKGVVHLYKDPTTTTVAKRGQLPPKWTLIVAVLAVPSWMAVADFCQFVAPYQKLIARMRVVTYTEK
VPGRYAVLLEFRQQVMADQFYLEYNGKMYNSMESEECRVGFVKSVEFVDGSSMEPILPPCGTNELPTCPVCLDRLDTSVT
GILTTVCNHTFHCLCLSKWRDSSCPVCRFCQDSVHASECSVCGQSESLWICLICGHIGCGRYKGGHANNHWLETQHTYAL
ELESQRVWDYAGDNYVHRLIQSKADGKLVELPGPETQIDEEIKEGILESKRTAVAMEYTYLLTSQLESQRQFWEHQLQVV
ESQKGEKVQHLEHELKKEKEEKQGLLASINELNQTQHKSKKKITQLEKKISQYQRDVKELKQYNETLTHHQAEWKEQAQK
AAEALRTQSAATETRIKELEEQVRDLMFFIDAKNKIEDSGEELKEGSLLITEKPSPTRRGARGGKKRGK           
>Acas_g12136                                                                    
MEEQRKRGKEEVVSDQDTDSDVIEIGSSRSDGGKRRRPTTPPDLHDVVVLEEASDIDHTRPTRSRRRKKKSTSRPPTPPH
VEQHYISSSGESEEDEDEREEREAKEAGLYYCGPQDPYPAVFEDDAASTRAPEDEGFLSLRDLEEANTTATHPGNGLAAD
YDDGIEWRECAICLSRPTRRDGAVVEGCYHSFCFVCIAHWAALNPACPLCKRRFNAVLHDLRLMPGPAARLHFRRYSLAD
AAAAAAVVSPSSSHAATRNVASRARASVAATSTRDVAVGILQASTHKASGEMSYGGSATQCFRHGRGSAAAGVRSLFARR
ATGGPHNSVVRGARQQSGAGLCPTVARRCARVGDQAQAVGGARAAGRARGRRRGSVGNHDALPPRRLRRGRINAATAGKK
KTTTTATAARASASSTTADERAAQVAWGELRARLEEFLVDDAGIFLHELLCFAVSPCRDMTAYDSAVRYPILPPS     
>Acas_g12410                                                                    
MLTIRAVGERDEDAEEAEGGASRCIFIASGFALQDELASADGEGVLSIDAAAASSLPTTIARIRLVPFKSAILSDAEINH
ALANDHTSPPSPSSSSSTSADSCDRQQLRATLGLFLSTEGDVVACAPFDSAFASRIAATGDDGSVQAPPVVPQEVIDAAL
YLLRHKPHLVGVQAAVVGAGPGSSSRERRVELRFLLRPSAFKGARHADELKREQPGEAFHAIRRLMAWAYPGTVNDLYEE
ERNKPSAGTAEAGKQGGGEESTFDPMDLYRELSRCSEEGKRRLARETRPVGDALRAEDLEIPGLVATLRSYQRKAVGWMT
LRETAQRSDEEDQDGDDQSLIDEPNVDDEGEKKGKEKLDMTVDEVTPSSPKREITTPLHPLWTEYQGTRLRREEGEDGVD
TTTGVTFYFNQFTGKFTLARFPAPSDVSGGILADEMGLGKTVEVLALILANPRPPHAGVVAKTGPGAMLTGGDATEATAH
DDPQPSGIRQTNGRLRKSKRNRKKRQHKEIESPTENTEEEDQVWCFCGDDDPDYAGVWVQTVTRKRRRTSKNTTPKKRNT
KGKRRTSKKKKKGESSEDEYREEEGEEEEEGAEDDRSKQEVTEVLTGDSYECPECTARGGQQLESRATLIVCPDSILTQW
QQEIERHTRPGALKYLVYEGVRGTVSKHAGGLPIVRPAQLVDYDVVLTTYTTLRNDLSHVISQSPSRNFRDKKRYRPIPT
PLLGVRFWRTCLDEVQMIETPSTKVAKMALRLSTVNRWGVSGTPIQRRGLEDLHGLIAFLQLAPFDARSVWRQCVQLPYE
RGEMRDKLHGFLRTIMWRTSKVDVVDEIDIPPLHEKTRFLTFSPVEAHFYKKRLGDTVQRTRTIFERLKHNRAINFEKNV
SKIFGSLLSLRQACCHPQVGSKSGLTSLQKNTMSMSELLLQLIIRATIECADGQRNLVASLNGLAGVALVNGDKLQAIRN
YRQVLGMEFRPIDEEGRKQLPASVNEAEIISVDALQRLHALANLAEVFQGMADDERAELEKTEGHTLNDHRLVEEAAKLR
ELYAKRAELEQLVAQDKWKEATRKIKEAEDATITHNGESRVKPEIITGEDTVEREVRLNAWWVEALNLIDSADDNHNCDF
VTKLRNELLAQEERTQGKMRGRGGRALTLAHRFQTVATLKHLLFNELKELAKKRAAAVNALLHLGDRTPTAADVELSGNC
RQCRSYFNKTGQKAHSKNKKGKTPAQGEDGEASETVGFGSFRESSEAEQVLAHIVRHLRSSSGSSKSDEERKQLLEEGAD
HIKRLQMMKHELKLSHEVWTKQKERLSALDELEMATVRIRLRVPGEIVPPEEEVVKLWPVQVEEVKRRLEVMKKESESEL
QRARGQLRYLKTLAQNKAKVDREEGEHQQPPIDGSAVDTTKGKEKLEADASEGDGVEEEVKECVICQETLKNDSDVAILL
CGHEFCCPCIMTMVDRALHGTIKCPTCRSRMNTTELTFFSSSATTTTAPPTVLTSSHVIGDGHDDDAAEEARARALQEAE
ETAQERRVEVKGSWGTKIEGVVRCILHVQQSAQAQEREREKGKEKVDADAGAMDDELLLQNITRVDNNSRIKCLVFSQWD
DVLLLVSRALSENGVNNIRLRTANKKILQRDLDNFKSRSDVPVLLLPIRTGCNGLNLIEATHVFIVEPSLKIGQSKQTFV
YRFFIQGTVESKIYEHVYQKPKDRPQVTSAPTESSSSSGGSIEKSHTDAMEVEDHDAATATAAAAVVVTKQNQAAEADSV



DALWEENMSHFHRTKKGRECDMSLAELGELLGIDQADQAAAAAVDTGGAQPVSATGGGGEELEGQQAAANEAYWAEAVEY
HRRTMRRDDALREIERVASWERRWKHHQRKRQLQQDDQEREASKEEHEEAKDDREGGDNEQEAECRVERFGRMMAPQVWR
QLEALRPQQP                                                                      
>Acas_g12454                                                                    
MSRGTTTRSTSTATAVRRSSRLAARTPTTGDNDSTVAAAAATSPAPARATRSRQRQQPLSARRRRTTSSSRGRVVVRKRR
IEDDDGSDYEADREDNRPQAATRRRRSSKRTRQDKAEEEEEGKGKEKEEGEEVEKAATSSTTGDTSSAEPAAAAAPDCSI
CFDAITVQGRLNSCEHPFCFECISTWAEKANVCPLCKRRFNSITKTALGGPQTPSRSKRAATLRKRAPEKVRVRKRDYRF
TESDEEFYYREFLEGQEEEEGDEDQADEDAGFIASDDEWWGQDFRPGLIFERVLAARGRFNAIQIDLEEVVISDDDDGGA
YEEDDDHNDDSLLSPIEDHDTNGDGDDDDFQRQIEEATRLSLLDQGPDHQPPQESVATRRTRSTTRAAMTTALTSPSTTD
AARRRPRVSIIDLTGLGGPADNDADAVGDGEGVIERPASQRRRGRRRRLDFADEGEEEEEQEDGEEELDYAHEKKEKNSC
WWAWREDWQAEEWLFLDILLVHYIDINDRR                                                  
>Acas_g12508                                                                    
MSDRWLDELLYGKGETGASRPASAYRSSSTTTRYPSLTALSSSSSPAPAARGRRGSGSLSSRRADRSPTANGTRGGAVGR
TPHARRPGSQDQQSSVAGRRQVVASRQRPLHGNAGTRPPTAVVVPDPELDLALNDFAMLDGNSGQPPGGVVATPPLEEDS
TISDELLAQMLQQEMLAELERDTANHHRADPFGSRLMSRKELDPDLYAPTVFTSSSPTGYASYAQMDDSLMEAYRDLNRQ
RGLDDSSDSDDSDDSDLEPTGEMPNTVVVDDDEDDDSDDDDTIDTLDLNRLDSYPLKVLRQYCALEGVAVQGRSKKDYVS
AILAYNDDMEDEDDDLELSITDLVERTRLDDSLASTDDDDDDHEELLVHPRRLPLASANRDRDRLHRRRVISEESENENE
SEGEKRESDGGYGATRIVALPDLVEDNVSDRAPPAPSPVGGRGGLVDYYQGLGGELSEEELLQMALRESMLEQQLRDGGG
AITDIAVAPTAATDEELRADEELARSMSDERLARRFAQELRQEGYVAPMDDTTAILTSLNERTRELREQTEAARARLDDA
TDGSRRDRERQRRQLADAAVAAAAPAPTSYFRRNFTPVFSTIAPADVAAASTGGGDGERTRHRHRHRHRHGRFWDDPDAD
DDDVDPDAMTYEQLLALQERIGDVKKKGASVSTITSTTQTYVYHKPAGNTSDGNENAKCSVCMDDFAEGDEVRMLPCIHA
YHRACIDQWLVKKAACPVCQRPIAGAAQ                                                    
>Acas_g12658                                                                    
MDVVEEDDDDDDEDNGVVILDSWTANSVKQDRDGWPKYLGTLEYEVALIGNRPLAVGSNVSFAVQEDNSMGAHLVARHPD
TGVILGHLGKRAQFLAALMQRGIIELLGIVSKRQYLAMDVLFKIYIRRDALRHPSQSFSLEALPNRGRARKADNLFLKKK
PLTQLFEALESQADRFANSSRLLSFVGSQKDGLASMRDRDNAPSPAKTDDDSNPLPSIYGASSPDSGLQELPTPPELTSS
LLPHQRRGLWWLVNREKEVLVTKAKKPGVVIDLDSSHEVVDLCDDDDGGGEEGDTASLTTTTTDDSMEGAEEGLQTKRLP
EEIHPMWKPATFPDGTKFYYSDYNEAIRHVPSLTPHRVGVLEFPSRPTPPRGGILADDQGLGKTIQSLSLILTNKGSSST
VGKKDATGRYSSNATLIVVPWAGEVKKHTKAKLLDVLLHHGPQRWNVPVTRLAQADIVITSYATLSKEHEQQQSASAEGS
EKQTKRKKKKPKAAVKKRPIQLLSIRWHRVILDEAHLIRSRNTLMAKGTFSLIAERRWCLTELGCAICLADTVAQPSVTP
CGHLFCRECIDGLFMGRPQPGDGPKPKSSRTALCPTCRREMTYGEVRHVPVPQEMINIKPEEQWKPSTKFQALVDDLNRV
EEEDPLIKSVIFSQWTSTLDLVEIALKKAGYAAQSSARWKGARAHNSFLRLDGSMSAPEREKVIATFYADPQAKVILISL
KAGGLGLNVTCASHVYLLDPWWNPSAEEQAIDRVHRIGQKRPVHVKKFVIQGTVEEKILQLQEKKASLVAGALASADEKK
QERLETIVSLFSD                                                                   
>Acas_g12947                                                                    
MGLNLWAYAVGSTVLAVGVVVNALHTKEQFYPAALYLSKSKACSLVVGNFALVLVLLLGQAMKKLFLGKLREIEIEHLTD
KVWGAVMDILLTMTIFRSEFNTVFITWFTILIFFKIFHWLAQDRVDFIQHSPVSALTSLRIFSLMAILSVVDVVVLYRAA
VVTMAKGPSMMILFGFEFLILLATVVSTAAKFIINVIDSRQQGTWERKGAIILYLEVITDIFQLLVYLVFFGLIITYYSL
PLHIIRNVYLTIRSLKQCVDSLMRYRKATTNMNERFPDVTAAELADTEQICIVCREELTQGKRLPCGHILHFHCLLNWLQ
RQQTCPICRTSVLDAPAPVPQPQQQQQPQQAQQFNWPPQVQELWDRQVQMAQMAEADAARHGGGEHEGVHQPETHQTTQE
PPASMNYAADGAVEQLAATLPEILQGIQVLQIQVQSLQEELALVRDKVDVAEQRASSSGSSSSSPTPAAAREPPRDEGDI
ERVIDSYASRFGSGLSPNELNDRKALLRRRMKAAVASFKDGY                                      
>Acas_g13146                                                                    
MAYLAAAHTDNWDCSAFHFPKCWCLVLSNLSSAGAGLVMCIEDVLNTNCPVCWEHLFTSRDPLSVLTCGHSMHKACFETY
TRNGFYRCPTCQRMLFDPREALIREVKVKALRWGKRLLQDLIALVCLAYLVDRFVYDYI                     
>Acas_g13777                                                                    
MEDAVMVTPCGHSFSTSSITAWLRQQGSSTKVCPVCKSTINDSLVPNWALRNAVDRYNQKYGKRRASSSTDDAPPVYTHQ
QLHIDLADYPVKPSAPPVGLDSSASSASDSSASSPPSFHAEDDLPAGRTFAQATAATSLSSSPSPLYAAAAAPANQHQDD
DGSDCECCADRPTGKRGCCVWECAECGVCKMADDCSGPGCLLFFPTTTVTCQGSFGTWSNWYSRTICGSIFPIFVALVLL
LLCVDLILICVFWTLWSFLVPLGMLFFLMTHYFCPCVNRGVDKVCGSYGFFVGQICP                       
>Acas_g15285                                                                    
MRNEDCVLLHHHDHDHDHHDAECDAEPMMAQLECGHTFHAECLDGWRNVAAPDRCPSCRRQVTFPEPLTGQQRPANNAHK
KRRVDGDESDLDHDLIVEAQPSGSSEGMDLVEPSADAVPQSRPDTAMEENAAPTTAQ                       
>Acas_g16633                                                                    
AVDITLAGLSLEYRDHKCIENSLGSNCPICNVYMFTSRDPVSFMRCGHAIHSACYNSYIRTNFTCPICHKSILSDLSSWI
RRMDTLTTISTMPPEYRVAK                                                            
>Atha_AT2G15530                                                                 
MNPMQGPRSIGGSSTEVNQVDGESIYCTETSLNTMLNPADTGFPNNSTPSGRPTYASSSSHAAQDHTWWRFGESSSIPGP
SDQVNSIGIKTSHQLPQDGTHHFVGYGSEGRQTGLNGMMVDGGVHAGSHIRNVPSFLRGSSSNPMPQHVDMSMDMDSDNC
NAQTSGVVIRHNSYGSSLGSSVQAAGESSSGPASPFGGWGSSCKRKALEGSPSHYFSGETPNRIVQTENSASHASLSQYG
ASSSLSLATPSQSSPNVTNHFGRTEQMFGSGGGRAVAASAFHSTRNTDTLSRAGRRLNPRQPQESVAFSVSHGGTSVRPT
GSLQQNLPLNSPFVDPPDVRSSSITSGSNTGENQTNIVHLPALTRNIHQYAWDASFSSRASNPSGIGMPAERLGPQWETP



RSNQEQPLFAPATDMRQPVHDLWNFARGSPGSSVDSLFVPRAGPSSAIHTPQPNPTWIPPQNAPPHNPSRTSELSPWSLF
PSIESPSASHGGPLPLLPAGPSVSSNEVTMPSSSNSRSHRSRHRRSGLLLERQNELLHLRHIGRSLAADGNGRNQIISEI
RQVLHAMRRGENLRVEDYMVFDPLIYQGMTDMHDRHREMRLDVDNMSYEELLALGERIGDVSTGLSEEVILKAMKQHKHT
SSSPSSVELHQNIEPCCICQEEYVEGDNLGTLKCGHEFHKDCIKQWVMIKNLCPIFRFNKERRLCLFIMRMIKMIVPKPL
GTSDKIGTIQRRLAWLLRKDDTYKSEKCYKKFSIQNFQIDFSELIVLLNNINFGSHSMNL*                   
>Atha_AT2G39100                                                                 
MPPLPSSTAPSSSRHLRSPESIAKFAGRAIFPALQGKSCPICLENLTERRSAAVITVCKHGYCLACIRKWSSFKRNCPLC
NTRFDSWFIVSDFASRKYHKEQLPILRDRETLTYHRNNPSDRRRIIQRSRDVLENSSSRSRPLPWRRSFGRPGSVPDSVI
FQRKLQWRASIYTKQLRAVRLHSRRLELSLAVNDYTKAKITERIEPWIRRELQAVLGDPDPSVIVHFASALFIKRLEREN
NRQTGQTGMLVEDEVSSLRKFLSDKVDIFWHELRCFAESILTMETYDAVVEYNEVE*                       
>Atha_AT2G47560                                                                 
MGIGEESTKPIWGSVSHTSSGYALNGKIMLSSVIVLFVAVIMILCFHSYARWLFRRHNRRIRRRIRSHLRTLSASPRDQA
LDQAVLDKIPIFVYSSKNPPPPEEKEECSVCLSEFEEEDEGRLLPKCGHSFHVDCIDTWFRSRSTCPLCRAPVQPPFQVI
ETGSSSSSSPLTFPTEGCEREPIDLAGIIVDISREVEFEGSNPGLPIENGSKFPGSRVLSLKRLWSI*            
>Atha_AT2G22680                                                                 
MLNGWRRAFCTSIPKETNQNDVDDDGLVGLRHKSTSRFGFFSTPSTPRSDSGTGTYSLRCRTSTATAVSTTSSLPGTPKL
KCKTTTTGETTPRNRSLVSLLTPSSSSISPASFTLLKSKLRFKQSSSNKCGICLQSVKSGQGTAIFTAECSHTFHFPCVT
SRAAANHNRLASCPVCGSSLLPEIRNYAKPESQIKPEIKNKSLRVYNDDEALISSPISPAGFHTILESDENEDCEEFTGF
SVNTPSPLTAKLLTDRNVDVKLSPESAIVASGKGYETYSVVMKVKSPPFPTARGFARRVPVDLVAVLDVSGRNSGGKLEM
LKQTMRIVLSNLREMDRLSIIAFSSSSKRLSPLRRMTANGRRSARRIVDIITVPGSVSGVGIDFSGEGMSVNDALKKAVK
VLDDRRQKNPFTAVFVLTDRQAHQVAQLAHSRIPIHTIWLSHAIPEDAFARTINGYLSLSVQDLGLQLGIVSGLGQGEIT
SVYSLSGRPAWLGTGSIRLGDMYAEEERALLVEIKSPVNNSLTGSRSHKIMTVRSRYVDPTTQELRNPEDRALLIPTPLT
VRSSSNPNISRLRNLHVSTRAVAESRRLIERNHYSGAHRLLTSARALLVQHGLSSSDACIRGLDAEIADLNSVKGRHVAA
SESLESLTPTSAWKAAERLAKVAMVRKHMNRVSDLHGFENARF*                                    
>Atha_AT2G46493                                                                 
MLPSCQIVKRLHVPATSPFGETRFSSDLNNQSLLLEWALPDCRAKCLGATKKTGNLSSGVLVLVISLSAVTVFVFPTCIA
IRLYDSERFDSAIAAATVMQQPREVMARRGLDQSTIETFKKMELGESRRLSGTNGIVCPICLSEYASKETVRFIPECDHC
FHVECIDVWLKIHGSCPLCRNSCA*                                                       
>Atha_AT2G35420                                                                 
MSSTTSIDSIPATAVFPSVSMPVTVVLTGVLLFVIFAGFFSLFLWQFLLNRLFTTWNLQRTPYGDLIHVATPPENTGLDP
FIIRSFPVFHYSSATKKNHGTECAICLSEFSDEDTVRLITVCRHPFHSNCIDLWFELHKTCPVCRCELDPGMIGSGRLES
FHNTVTITIQDINHDEENPPTAGSSKRLIEASAWRFSRSHSTGHFMVKTTDANVKSKRRHYQTGSCVSFDELTRYEGAGW
QWLGDSSHISRIEV*                                                                 
>Atha_AT2G20030                                                                 
MNSPQEISILFFFIIFLDYVSAQSPPPPNLYATSDLFKPSLAIITGVFSIVFTLTFVLLVYAKCFHNDLRSETDSDGERI
RHDRLWQGLFNRSSRFSGLDKKAIESLPFFRFSALKGLKQGLECSVCLSKFEDVEILRLLPKCRHAFHIGCIDQWLEQHA
TCPLCRNRVNIEDDLSVLGNSSTSLRILNQSETREEDSRLEIYIEREEGTNDGSSRFSSFRKILKKSLLLEREGNENIDE
KKLMHKFNHRIVVSDAVFKNRWSNITSSDLTFLTSEMLNSVSSDRFSSVDRVHRGNLRDKEDMEMKRMLIKHKDSSRRTV
SEITTVSREKAVGGSYRGSTASTSQNYAVTATTEERRRRLWLPIARRTAQWFVNREKSNDLNTTRQNLNV*         
>Atha_AT2G35910                                                                 
MLQFTLSYIKSLTKNLSIISPLPPPKPIKQNHQTKPAMNNFQPPPPSEMPDYNGLLGTDDIGGFRYGIGVSIGVLLLITT
ITLTSYYCTRNQLSSSPSQTNQDSTRIHHHHHHVIIDVVPGLDEDTIQSYPKILYSEAKGPTTASCCAICLGDYKGKHLL
RQLPDCNHLFHLKCIDTWLRLNPTCPVCRTSPLPTPLSTPLAEVVPLASSVAATRMS*                      
>Atha_AT2G15580                                                                 
MAGMLPGVECARRRRFHGGAPPIESSNTASVAAAAGHVWTRRPSFSLYTTNHESHQAHVSFSERSVRNKSYGEDNDEKLD
GAAKEAKQRLNKRLRIPPRTRQNGKDKGNKLEQGKGKPLGDLPTEVVGLKKSRGRLMEWFKRRVREQQDCAICLDRFKKG
ETLVHLPCAHKFHSICLLPWLDTNVYCPYCRTDIWN*                                           
>Atha_AT2G42350                                                                 
MSSNNKTDDSDDRSFWQNSTSYDASSKIFLVTTVSFSIIIIIVFVYYLYAKFVLHRRSAFQDLSFSVVSQPPKRGLDSLV
IASLPTFVVGIKNDVAGTECAVCLSLLEEKDNARMLPNCKHVFHVSCVDTWLTTQSTCPVCRTEAEPSHPRLEPEPREGP
VGDFAPPLDFAGVDNKTGGSSVSRLDSFRRILTRERSSNRRDHSRVDQDRELDIERQ*                      
>Atha_AT2G39720                                                                 
MASGSYWCYSCSRFVWVSDSISCPDCDGGFLELIQEPLDFTPSDSFTTTTTTQHRSPTRFPPPSSSSSTPSASMHADNSP
TPTIVTRTRSNRSPNPVIVLRGSAAAPSSDVVSEGLDRSAFQMYYDDGTDSGLRPLPPSMTEFLLGSGFDRLLDQISQIE
LNTNRNLRSCEHPPASKSAIEALPLIEIDPTHLLSDSQSHCAVCKENFVLKSSAREMPCNHIYHPDCILPWLAIRNSCPV
CRHELPAEDLTDGTGAALTAVTATAEEEEDSAAGLTIWRLPGGGFAVGRIPGGWRGGDRMMPVVYTEVDGGRLGDERLPR
RVAWGSRRGGRDGGGSRERGGGFAGRIMRLFGCFSGSSGSIAAAAAASSGSGSRIRVTRRTRSFSMFSTASSSSRRRNWL
A*                                                                              
>Atha_AT2G46495                                                                 
MTFSKQLFLYLFFLFPLLHASHPQQCSSSSCGRDDVHVRFPFWLLSKQPELCGHAGFNLQCTASPKTALKLPNSGTFLVR
EIDYLSQQIRLYDPENCLARKLLTFDISRSPFSALYLVSYTFLSCPNEVAKSSRFDSIPCLGNSTTSFLATTSLDLAKSM
LPSCQIVKTLDVPVSRRVIAKKSRFSTDVNDKDLWLKWDSPSCSDCERDFLRCGFRSNTSLQVKCFPFENSGYNTEPQVL



KIILLSIIGPLTIFATCIAVGVCTSERFASLIQRNVAIAALQPNEVIVTTGLDESIIESYKKTELGESRRLPGNNDDIVC
PICLSEYASKETVRCIPECDHCFHSECIDVWLKIHGSCPLCRNSPSPARQAV*                           
>Atha_AT2G34000                                                                 
MGFNDPSLNTIILWFASVTSLVTISVIFALLIICLLKRRRFDVSPETENENQGRREPRCQGLSASVIAAFPTFSYKPDNN
DPESNNQEIECPVCLGLIPKNVVIKVLPNCMHMFDEECIGKWLESHATCPVCRRLAEPMTSNGDKVLERIV*        
>Atha_AT2G01735                                                                 
MSSYSSDSTAARDQHAPLLRPRHDGSFSSSSSSARPTALAVLLGRITGHRAPSMLVRETAARALEERRIDWGYSKPVVAA
DILWNAALVLASAVMLVGTVEERPNEPIRVWICVYGLQCLFHVVLVWSEYWRRNSTRRARDLESYDHEDYNIEYDYEQDS
DDNSTTYSFVKRCESINTVISFIWWIIGFYWVVEGGDKLLGEAPNLYWLSVIFLAIDVFFAVFCVVLACLVGIALCCCLP
CIIALLYAVAGTEGVSEAELGVLPLYKFKAFHSNEKNITGPGKMVPIPINGLCLATERTLLAEDADCCICLSSYEDGAEL
HALPCNHHFHSTCIVKWLKMRATCPLCKYNILKGTTDQS*                                        
>Atha_AT2G44581                                                                 
MFVETVIQLSQFIAESVIIVSVAVFTLRLFYRFACFLASRSWRRYRTFTVHHRRRWRKTTAEEKHSSPYCTICLENATEG
EKMRRIAACSHCFHVDCIDPWLEKKSMCPLCRAEIPPVPPGNPLRALFIPPGVIEMFTKGIDSDA*              
>Atha_AT2G24480                                                                 
MDTESFKLDVHVQAWSQGRSLGFLSTVVISLHREVEEFLIKEKDDSVTSLGSYPDSSCHDPLISLKLPCFKPNDVFHRLQ
SQLHDHVMSEQISSKIVEAQRQRSQSFYSQQQPLFMIVSVKLTQKVYSVVPCISSPSATDVDQEEESETCAICLENMSRS
ENYCQMPYCKHCYHEGCVTKWVIGHNNSCPLCRKPVDK*                                         
>Atha_AT2G20650                                                                 
MNNLGNFGVWGFGFFSLSIWFAVLQQANGLRPIRETARSWGDEWLFGKKEKGGAGPFSAWNITGTYRGTWKFLDTVNSSS
KFPDFRKESGNSVIELVTSPTKITGVHYVQGAVVFHDVFDNEHNVGGAQIKVEGVYIWPFRQLRLVANSGKKSDSGLEDD
YLLSNPYHLLGIFSSQVFQESPRDRILKQKTSPIYEMEKHCNIEIAAQISQSTSSENNGDKDRYQIEGLMESPAVDDEVD
CFSPLSLNATSINVEVYYNKAVNYTLMVTFVSFLQVLLLIRQMEHSNTQSGAAKVSIVMIGQQAIMDSYLCLLHLTAGIL
VESLFNAFATAAFFKFVVFSIFEMRYLLSIWKATRPSTSGEGWETMRRELSFLYSRFYGILLGGILLMYEFHNYMRPILL
LMYSFWIPQIVANVVRDSRKPLHPYYILGMTVTRLAIPLYVFGCPKNFMRVEPSKAWCVSLCAFMGFQAGVLLLQHYFGS
RCFVPRKLLPEKYSYYRRLDHNVNRSRDCVICMTTIDLRHRINDCMVTPCEHIFHSGCLQRWMDIKMECPTCRRPLPPA*
>Atha_AT2G15260                                                                 
MARTIKYRLLIEFHRVNKQVERIYSKSSGSSNVNEGKRFAFDLNVEPVDETLDLNVEPVDEENRDALNPVDEENHDSMNH
VAKQNHDSSNHVDQEIRDSQNLIDEENHDSPKDSDYLGDLDLCSICRGALVNENDVQRTLVTLKCVHKFHLDCIGSAYNA
KGFMECPNCRNIEPGHWQFSDGTHFNPNGMIANNEEEEEDNDPGSFSQMIVKSEVCPFGCLGQRYPFDPLGRSDISMINA
PMNLSCPSTSTVQLNPSDVWESTQPFLSSRHHLMVEDEIYRMIYGDRIEMGERSGNHRGRESNGNGDNGGSSTFGGNGNG
NGINATVLCSSRTGSSNYFSTSQVKVTIQRLENVHGLIGISS*                                     
>Atha_AT2G40830                                                                 
MSSSRNTHWCHRCQRAVRLHGQEPVCFYCGGGFVEELDMAQASPFDMFRSHRGVVERDQTFDLMDAFSVFMRNRLAERSH
DREIRGRTISSGPENFPGLAPLLIFGGQVPYRLTGDNAVEALFNGGSPGIGITRGNTGDYFFGPGLEELFEQLSAGTTRR
GPPPAPRSAIDALPTIKIAQRHLRSSDSNCPVCKDEFELGSEAKQMPCNHIYHSDCIVPWLVQHNSCPVCRQELPSASGP
SSSQNRTTPTRNYRSSSSSSSSNSRENGNERRNPFSSFWPFRSSGSSSSSTQNRGGTRNSDTSDENHNYHQQQHQQSYMG
YSGWPFDY*                                                                       
>Atha_AT2G18670                                                                 
MPPTNNYRISGEPPSTTPSHPPPKPKTRILSLFLVGVIMFSIFFLFLVLIGIASVLILPLLLSSLHRHHRRRRRNRRQES
SDGLSSRFVKKLPQFKFSEPSTYTRYESDCVVCFDGFRQGQWCRNLPGCGHVFHRKCVDTWLLKASTCPICRARVRLWEE
DPQEGELWRCFGHRRSSLLDL*                                                          
>Atha_AT2G37150                                                                 
MLVPHVSPLGLVAGLSLMYSDLRIVLWTFLVDWESKANLNSSHLEVILIHRGLMGHRHFLGSSQFFDDEHDQGWNHTHPE
HPYSSQATSGTSENRSHVYPAENMLNEGMPVSSHWNSSPGPNAYTDSGHSVERPHYNPGVSGPSHDPSVNSTVPTFSAPH
ENYVTFASSSSYNSQTWSNASYVDHQSMESVRGAQKRKRPCPSSIYEMGSSSQYHGDRTPADTHFPSELHLGKSITHDHD
PHYMPWLMNPTYRSNNLSIRGESSSRNVRSRPTLDSETSLGRNNLPRSLSLDSHSTHHHSVDHYGSGQFPGQTSHGNKDW
NCARLSPVLRDINGFSPETNNFLPARSVVNSLSVNTSGYHHHELTGNRNPTVSHGVPGTSTLSTSSSRFSHRSTSTYRSS
SHGSRSGHVASSSGDRSHLVTETYPSRHLRPPPHISWRSGDRPGRRRSSYERFQPPFDEVALHERFSSEEFMVEDRQPQY
YGSRNMLDHHRDMRLDIDNMSYEELLDLGERIGSVNTGLSDSAISSCLLATMYYPSYQTEEQRKCAICLEEYKEKEELGE
VKGCGHDYHGRCIKKWLSMKNSCPICKSPALPDASKNSS*                                        
>Atha_AT2G37580                                                                 
MFNNTTTSFGSGPGIVVVPTPATTVPTTDFPGTTITSNSTFIIIGPPPPFPAPPRSIDLTPLKLIFVVIAFVAVPALVYA
LFFNGPCSSSRRNSSSSRTSSSSDDTPHATVDTPPITETTVTSESGGKFHKDTHSKEIGNECSVCLMVFTDSDELRQLSE
CKHAFHVLCIETWLKDHPNCPICRTDVSVKQQTEAPNVPVNVNGNVNRSGGNRRVSATSRDDDWRQGLPDASSLV*    
>Atha_AT2G29840                                                                 
MRGDSKQEGDEESKLTVSCANDVEGIRVRKRGDSREEEAKGFKSLNWNWDFQTCALRVSMTLTTVIPPEQTEEAAPSDHA
EEVDQVSLNEDLGLEVENDANFFYGESSSSQPGRGVPFYELPHLRYEHDVNFSYGEASSSQLGGFVPFHGLPYLGYEQDP
NVFYGQSSPYQPQEVLFHWLPRYEHDFDHQTEEAFHPQFEQVLQASFNETNTARLKPASKLAVESLNRKTYKKASDVVGE
NEMCSICLEEFDDGRSIVALPCGHEFDDECALKWFETNHDCPLCRFKLPCEDQ*                          
>Atha_AT2G01150                                                                 
MGLQGQLSDVSSDSIPLMLLALLATFFRHVRSLLLFPSSAPVVVVTSNLSVLADQLNLNRLFSYRYSDNAASDCIVCLSK



LKTGEEVRKLDCRHVFHKQCLEGWLQHLNFNCPLCRSPLLPHHHQGHGSDASISAFPLRSTSTASSH*            
>Atha_AT2G17450                                                                 
MTRPSRLLETAAPPPQPSEEMIAAESDMVVILSALLCALICVAGLAAVVRCAWLRRFTAGGDSPSPNKGLKKKALQSLPR
STFTAAESTSGAAAEEGDSTECAICLTDFADGEEIRVLPLCGHSFHVECIDKWLVSRSSCPSCRRILTPVRCDRCGHAST
AEMKDQAHRHQHHQHSSTTIPTFLP*                                                      
>Atha_AT2G46160                                                                 
MSTLASSASVFLVHPPLPPSPPQAGNHSYLTTLGFGYSIAIALGFLVLLSTVLLSSYICCRDSRRRTTAVESTGDRGGSV
ILPRIIFVAEEDNEDLEAGDVVVGLDQAVINSYPKFHFSKDTSAASSDGFGGGGDTTCSICLCEYKEAEMLRMMPECKHY
FHLCCLDAWLKLNGSCPVCRNSPLPTPTSTPLSTPLSEVVPLSQYAADRRRARR*                         
>Atha_AT2G47700                                                                 
MAGAKDSGCDDDLRIAGGCDPGKRGNPEDSSSPVEVSCSICLESVLDDGTRSKAKLQCGHQFHLDCIGSAFNMKGAMQCP
NCRNVEKGQWLYANGSTRPFPEFSMEDWIPEEDLYGLSYPEMQYRVHWCPFGELSQAAASFEELEPATTTYHTEFHGHHA
AAVNHSYLAYVGPGPAATPRTSDNNSTDDHPWNSHSNDHFHQLPVAPQYHHHSPSFSLPAAHVVDGEVDSSAARGLPYAH
PFLFSHRSNQRSSPAINSYQGSSTQMREQHHAYNHQRQQHHANGPTLASPLISMTRRGLPPPPPPPPMPDQNVGFFIYPG
GHHEPETDQIHAWERDWFPHFPVPSNHRTIPSLWHRHF*                                         
>Atha_AT2G38970                                                                 
MGTRWRRMKLALGLNLCTYLPRTLEESPTPLNSTERLSDVALLSPLNWPMTPTPSSHGLKLSRNSSKSSKTCSICLNKMK
EGGGHALFTAECSHSFHFHCIASNVKHGNQVCPVCRAKWKEIPMQHPSFDLPYLFARSYNNDAAISLVHRLPRSRGVMNQ
GRGLAPEPSMFDDDERLEQQLVFSGKSYSDALENNHPVRMMDLKIYPEVSAVPRADSREKFDVLVHLRAAAMVTGNANSL
NNQISRYPRAPVDLVTVLDISGSMAGTKLALLKRAMGFVIQNLGSNDRLSVIAFSSTARRLFPLTKMSDAGRQRALQAVN
SVVANGGTNIAEGLRKGVKVMEDRRDKNPVASIILLSDGRDTYTMNQADPNYKLLLPLSMHGCESKRFQIPVHSFGFGSD
HDASLMHSVSETSGGTFSFIESESVIQDALAQCIGGLLSVAVQELRLEIEGMCSDVHLSSIKAGSYQSLVSGDGRSGCVD
IGDLYADEERDFLISVNIPPQKDGNETPLLKMRCVYKDLLTKEIVTLQSHMLKIQRPETVGQEVVVSIEVDRQRNRFLAA
EAMVKARALAEREDLAAGVTAIQNFRVALAETVSAKSGDGFCVALDRELKEMQERMASRHVYEVSGRAYILSGLSSHSWQ
RATSRGESGDGSSFVQAYYQTPSMVEMLHRSQATSHHHRLIQPLFASQPKPR*                           
>Atha_AT2G42360                                                                 
MSSNDRDHRRFNSDHHSFWPNPSTYDLNSKIMLAAVASLSGVILIVFALHLYARFVLRRRREAFRGLPVIFRHPFEMPKR
GLNPTVIASLPTFTVGATDGVAASATECAVCLSVLKEQDKARELPNCKHIFHVDCVDTWLTTCSTCPVCRTEVEPRPRLE
PEPREGPVGTAPQLLVETRLNLTVEAASSSSSDNKTVVSPASRLNSFRKILTRERSSNRINHSCPDQDRVADLERH*   
>Atha_AT2G26350                                                                 
MRLNGDSGPGQDEPGSSGFHGGIRRFPLAAQPEIMRAAEKDDQYASFIHEACRDAFRHLFGTRIALAYQKEMKLLGQMLY
YVLTTGSGQQTLGEEYCDIIQVAGPYGLSPTPARRALFILYQTAVPYIAERISTRAATQAVTFDESDEFFGDSHIHSPRM
IDLPSSSQVETSTSVVSRLNDRLMRSWHRAIQRWPVVLPVAREVLQLVLRANLMLFYFEGFYYHISKRASGVRYVFIGKQ
LNQRPRYQILGVFLLIQLCILAAEGLRRSNLSSITSSIQQASIGSYQTSGGRGLPVLNEEGNLITSEAEKGNWSTSDSTS
TEAVGKCTLCLSTRQHPTATPCGHVFCWSCIMEWCNEKQECPLCRTPNTHSSLVCLYHSDF*                  
>Atha_AT2G46494                                                                 
MIISKQLFLLFFLLFFIFPLRHASNPSKCSSSNSRPHRCGPLEVPIRFPFCDHPLFNLLCTNLNNTVLQLPMSGTFFVQY
IDYRKQQIYINDPENCLAKRLLTFNISGSPFSPRFDTLYTFLTCPNELVLPSWYPSIPCLSNSTSSFFATSNFALAESML
PSCQIVKRIYVPADSPFAETRFSSYLNQSLLLEWNSPNCRGCEIDYLRCGFKNKASPEVKCFGAKKSGHLSRAVVAVLIC
LSIIGAVILFVTCIAIRIHNTPRRRHWAVPAAAATVMQQPREVMATRGLDQSTIEKYKTMELGESRRPPGTNGIVCPICL
SEYVSKETVRFIPECDHCFHAKCIDVWLKIHGSCPLCRNSRA*                                     
>Atha_AT2G27940                                                                 
METKHLRKLLQLYQACGGEQELTKTVQNVTSSPLTPTPPPQPPSALDSTMALTIFILLVALFFMGFFSVYFRHFADSSSS
TVDISSMPRTRSSRMSPRRLSTSVVVSRPYSFRRGLDSQAVRSLPVYRYTKAAKQRNEDCVICLSDFEEGETVKVIPHCG
HVFHVDCVDTWLSSYVTCPLCRSNQLFSDKDLGMQEPPDQDSAEEHDTCDGVDTCVRRCSSCSSLGQRTGLERSLSL*  
>Atha_AT2G04240                                                                 
MGLSSLPGPSEGMLCVILVNTALSISIVKGIVRSFLGIVGISLSPSSSSPSSVTVSSENSSTSESFDFRVCQPESYLEEF
RNRTPTLRFESLCRCKKQADNECSVCLSKFQGDSEINKLKCGHLFHKTCLEKWIDYWNITCPLCRTPLVVVPEDHQLSSN
VW*                                                                             
>Atha_AT2G34990                                                                 
MVQPGTEIKASDLTLLVITIILFAIFIVGLASVCFRWTSRQFYSQESINPFTDSDVESRTSITAVRGLDEAIINSFPTFL
YSEVKERRIGIGGVECAVCICEFEDHETLRLMPECCHVFHADCVSVWLSDHSTCPLCRVDLCLQPGERSYLNPEPDLVES
TNSHLFDGVTWTNRNRPSRSWSTRLSQCRVSQILISRSHSTGHSVVQPLDNLDRFTLRLPEEVRRQLTKKTVDNVAFSQA
RSSRRGYRSRSAGSERSVFSYQRRMHSFSDCAWSTSCGGEAVAPSKDSRRISVEQSQLDDRV*                 
>Atha_AT2G17730                                                                 
MASSSSSSYRFQSGSYPLSSSPSLGNFVERIKDACHFLVSAVLGTIISAILTFFFALVGTLLGALTGALIGQETESGFIR
GAAIGAISGAVFSIEVFESSLDLWKSDESGFGCFLYLIDVIVSLLSGRLVRERIGPAMLSAVQSQMGAVDTAFDDHTSLF
DTGGSKGLTGDLVEKIPKMTITGNNNTDASENTDSCSVCLQDFQLGETVRSLPHCHHMFHLPCIDNWLLRHDISTARTSR
VCSALLPSSLSFM*                                                                  
>Atha_AT2G18650                                                                 
MNKILPEMKSTQNLISSSPPPPLIPLKSNTSLSNLNSKITPNILLIIIILSIIFFISGLLHILVKFLLTPSRESREDYFD
NVTALQGQLQQLFNLHDSGVDQSLIDTLPVFHYKSIVGLKISPFDCPVCLCEFETEDKLRLLPKCSHAFHVECIDTWLLS



HSTCPLCRSNLLSGFSSHHNLSSSYLLVLESEQSSRDMVPVLESNSQLGYDVNNDSESTRIRSGRKSCDPDGDMDGLDEK
VVPLEVKLGKFRNIDHVGEGSDQKKNSISGNSKNVDGRRCLSMGSYEYIMDQEATLKVHVSTKKLSGKDRVPSHRTVMSE
CGFDPTVKGIEKSVVERESFSLSKIWLRGKKEKQKGTSARDSDCSFVSSSSLRFPNHRIPPEESLKSENSESLETKTPSF
ARRTMHWLAGRQNKIVQPSTSNV*                                                        
>Atha_AT2G44578                                                                 
MFIETVIRFSQIIAESVIIASVVVLTLRLFFRFACFLASRSWRRYRTFTVQHRRRWRKTAAEEKHSSPYCTICLEDAAEG
EKMRRITACSHCFHVDCIDPWLMKKSTCPLCRAEIPPVPPGNPLVALFVPPGVIEMFTKGIIPDA*              
>Atha_AT2G03000                                                                 
MSSDMRDERFFYHRYLSVTNRTTPTTATNLPTSTSNMRSTSLMTPRVAHTSMSSGGDFPDDRFFHARHQSATDRAASNRS
RAIMPISTTNVPSSTSNSPRVLQTSMSRRGTSPMSSSTRRSVQASMSARETVPSSTSTRSMQTSTSTPEIMPTSSRNVIT
SSEEVANTFTQTSYIQFGSLWETNTTPSTRSWPTVPSSNSPRVLQTSMSRRGTSPMSSSTRRNVQSSMSGRETVSSSTST
SSMQTSMSTPEIMPTSSRNVITRSEEVANTFSTQTPYIQFGRLWETNTTSSTRSRTTVPTSTTNVPSSNSSRVLQTSMST
RGTFPMSSSTRMSVQASMLAPGTVSSSMSTVEIMPTSARNMITMSEEVANSFTQTSYIQFGSLWETFKTVTKLSRVAMVE
NGECVICLEEWRKETYVTSSTSNMRTSSLMTLTRFIDEQISLRATVSSTRTTARLLTNESPATIRAVAMLPRVAMVEKGE
CVICFEEWSKSDMETELPCKHKYHLECVEKWLKIHTSCPQCRYKLSCVYKSFLML*                        
>Atha_AT2G35000                                                                 
MAILDTKSSRWIPHNLLFLLLLLLLQSVPYGFGQTQTTPPGTTKTKPNDPVVVVITVLFLVIFFMVFGSIFCRRSNAQFS
RSSIFRSTDADAESQVVRIRRLTARGLDAEAIETFPTFLYSEVKAVRIGKGGVECAVCLCEFEDDETLRLMPPCCHVFHA
DCVDVWLSEHSTCPLCRADLVLNQQGDDDDSTESYSGTDPGTISSSTDPERGMVLESSDAHLLDAVTWSNSNITPRSKST
GLSSWQITGILFPRSHSTGHSLIQPAGNLDRFTLRLPDDVRRQLMKTSRTMGHVALLPQARSSRSGYRSGSVGSERSAFP
YGRKSNNNNRRLHSLSFSFSFRSGSVRSTFSGDAPKNLPTSIEAGERSFERLRPDERV*                     
>Atha_AT2G25410                                                                 
MTSKLLPLLLNLIFLFFFPLLNASEQKPCYSFSCSQESVVARFPFSLFSYQPESCGYSGFNLICKDDANTTLKLPKSEPF
LVKEIDYETQRIRLNDPENCLARRLLNFDPSGSPFSFLRSRNYTFLICPKEANITASFRAIDCLGNTTSSFFVVQFENLG
SMPSSCHIFKILPLPFSWFVAYTTYPDGQNSRDMWLKWDSPDCRDCERRTNSRCGFKNNTSHQVECFSSVNPGLHNTGLQ
VLKIMCLSLVGPLTALTFCVGLVMCSSERVSSQIQQAVVARLSGSVTSQPSNEVARIGLDESTIESYKKVELGESRRLPT
GSNDVVCPICLSEYATKETVRCLPECEHCFHTECIDAWLKLHSSCPVCRSNPSPLRD*                      
>Atha_AT2G28920                                                                 
MASSCCGDYVAAASPEMSTVMGSESIVLRLLCVVFIILFYGSIILLCFVMYPKLPKEEIGDEEAGEPLPPAVRLTKCGGG
DGGDGDGVKADVCVICLEDFKVNDVVRVLVRCKHVFHVDCIDSWCFYKLTCPICRAPFQWFGGDW*              
>Atha_AT2G26000                                                                 
MNSASVSGESSLSDMIQTVHFSSGNPRIGETRGVMHLISDNAVSSSSSSSSSNLPIGRNPLVCVLGVPNHMTYADFCQFC
GSFIQHILDMRTVRNDDIENRYSILIRFDSQESTDTFFQHFRGKQFNSLDEDVCRLLFALDVQFTGYSGSIDHTQPSAAG
PIEQPTCPVCLERLDQDTGGILTTMCNHSFHCSCISNWPDSSCPVCRYCQQQPENSVCCVCQTTENLWMCVICGVVGCGR
YKEGHARRHWEETEHCYSLELETQRVWDYAGDNYVHRLIQSKTDGKLVELNSHGSLSKDGCGSCEYSDSGMTDALLNSKV
DMIISEYNELLQAQLENQKQYFEKLLQNVKEETEQKISEAASKAISQRLQKLQTRFDRCVKEKQFLEDLNENLVKNKDVW
STKITEMKEREKKAVRAKDEKIQGLEEQLGNLMAQMDGESEVSETKEVQDATVSTTNTSSSGAGNVIHANKKKSNRRKG*
>Atha_AT2G44330                                                                 
MSSSSTQNQLEMRDYTCPECNIGLRVLSLPSASPPYCPLCNVASYFTSSTPFEVGPNPFEDDEESQFLDPMESLPTIKIS
SSMLSSASSDDSALPCAICREDFVVGESARRLPCNHLYHNDCIIPWLTSHNSCPLCRVELPVASSEDDSGLDMWFDALNL
EDDLEEEAGVTLDLEQSLDG*                                                           
>Atha_AT4G38140                                                                 
MISMLFPRSPLCTAAIVFYTCVCIPLGRLKKNGGDADAHDDDGYNLVGVMFGDKEKEEEICCPICLVEFEAEDAVTHLPR
CAHLFHINCIEPWLLRGHLTCPLCRSFVLAPTPPTQNVNNAHSSSTLYLSIFFFFCIFLHLLGYL*              
>Atha_AT4G00305                                                                 
MGLSYSGAGVIIAGVILNDFIKSVRSFLDIRRLFGSASSGSTIIDKIPMDDMLPATKFEDISSRVNPPESCRICQDEFDG
GDEVRCLRNCVHVYHKTCIDRWIQDDKMTCPLCRTPIVPDFYFFRL*                                 
>Atha_AT4G11370                                                                 
MGLPEDFITELQIPSYILKILYVIGFFRDIVDALCPYIGLPRFLDHNETSAPDLTRHALSTSASLANELIPVVRFSDLPT
DPEDCCTVCLSDFESDDKVRQLPKCGHVFHHYCLDRWIVDYNKMKCPVCRHRFLPKEKYTQSDWGSGSDWFSDEVESTN*
>Atha_AT4G40070                                                                 
MMTRVECFNPHRWIILHVAIIIQSKANAQSFSPSPPDLQTGHTPSKTTVFAVLVTLFFLTGLLSVYIRHCARSNPDSSTR
YFRNRANDGSSRRGGLDNAVVESFPVFAYSSVKESKIGSKDLECAICLNELEDHETVRLLPICNHLFHIDCIDTWLYSHA
TCPVCRSNLTAKSNKPGDEDDGVPLAAMRDHVVVDIETVEVAKSHHRRLSSEISGKFPRSNSTGHSMDRFSDGTERFTLR
LPDDVKMRLMAVKGRRLKRTRSFDVDLTAEHYCRSGEESSNTIGSGAKSGRVNWPDRWGLTLFVSKSNSGSVRSQKSNGE
PLK*                                                                            
>Atha_AT4G09100                                                                 
MSYFKRNEGTIVFAFASIGFIAFYIINYYIRRCRNRAAAAGDIEEARMSPRRPPRGLDAEAIKSFPSFVYTEARGIEPGI
GELECVVCLNEFKDDETLRLVPPCVHVFHADCVDIWLSHSSTCPICRAKVVP*                           
>Atha_AT4G17920                                                                 
MSTIIPSPLAPQPPQQHYVTPPLTVILTVILLVFFFIGFFTLYFCKCFLDTMVQAWRLHHGGDTVSDNPLQQPEAPPVNP
GLELRIINSFPTFPYSSVKDLREEKYGLECAICLLEFDGDHVLRLLTTCYHVFHQECIDLWFESHRTCPVCRRDLDPPPP



PENTKPTVDEMIIDVIQETSDDEEDDHHRQQTTTQIDTWPSSGQTSSIKKEQNLPEKFSRSHSTGHSIVRNKPEEEDKYT
LRLPEHVKIKVTRGHSQTESCVTFAELIRNRGYDHRRFGEVSGQTQSKN*                              
>Atha_AT4G30400                                                                 
MKFSRENMKWVFPEIKTTQNFLSPSSLPQEPPLSLRSSANFDLNSKISPSILLIIIILSIIFFISGLLHLLVRFLLTPSS
RDREDYFDNVTALQGQLQQLFHLHDSGVDQSFIDTLPVFHYKSIIGLKNYPFDCAVCLCEFETEDKLRLLPKCSHAFHMD
CIDTWLLSHSTCPLCRSSLLSDLSSHQDPRSSFLLVLESASDHSSREIGGDRDSAACVAANDDIDVSSAHLGLVGNNDLG
STRIDSGHGDQYLDGELGGSVGKVVPFSVKLGKFRNIDIGEGTSSNNNIGNSSSLDERRCFSMGSYEYIMDEETTLKVHV
STKKQSSKNRGLPGHRTAMSECGFDPTGRLKFSGSGSMRIVEEAAEKNVVERESFSVSKIWLRGKKEKHSKVQGKEDSSL
VSSSSGRAFSFRLSNQRNHPDAMIESGCEEDNQKCENSESLETKTPSFARRTMLWLAGRQNKVVHSSSSTNV*       
>Atha_AT4G11680                                                                 
MSSSSSTTTNTTTESDSSSLPTHIGRSNSDGIIDTTPFLPPTVTRTISVDEESNPIHRSARRQGLREAARFLRHAGSRRM
MREPSMLVRETAAEQLEERQSDWAYSKPVVFLDILWNLAFVAIGVAVLILSRDEKPNMPLRVWVVGYGIQCWLHMACVCV
EYRRRRRRRHPEDGGGSGLTNSSSQQYVSLAQLEDRGETSNPAKHLESANTMFSFIWWIIGFYWVSAGGQTLSSDSPQLY
WLCIIFLGFDVFFVVFCVALACVIGLAVCCCLPCIIAILYAVADQEGASKNDIDQMPKFRFTKTGNVEKLSGKARGIMTE
CGTDSPIERSLSPEDAECCICLCEYEDGVELRELPCNHHFHCTCIDKWLHINSRCPLCKFNILKNANNEV*         
>Atha_AT4G12190                                                                 
MVLLGRIKTEELKSLKMETEPCSICLESLVSGPKPRDITRMTCSHVFHNGCLLEWLKRKNTCPLCRTELYD*        
>Atha_AT4G12140                                                                 
MNDPIPKPIVSVQVQAVKVSTNSIFLIVNTIKDEILINPVTGHRAETSTPLSYKSLPINFSLPSCSHHHIQSLLHDQLHS
DDNWLCDHLVPKISTAAINAGFMNNGVELTVGVTVTYQYVHVEETSSKESRMVRLGSMKAEELKSFNMETDSCSICLQSL
VSSSKTGPTRMSCSHVFHSSCLVEWLKRKNTCPMCRTVLYDR*                                     
>Atha_AT4G09110                                                                 
MTIFARDLIYRIETKVLLPLFLVHLLPYVTCQQESESVDRNRKTNFPTETVIAIIVLAIFISLSMVACFLHKTFYRAEVE
AASQEVFHSRARRGLEKELVESFPIFLYSEVKGLKIGKGGVECAICLSEFVDKETLRWMPPCSHTFHANCIDVWLSSQST
CPACRANLSLKPGESYPYPITDLETGNEQRDEHSLLQLGTNLDRFTLQLPEEMQRQLVSLNLIRTSNMTLPRAMSSRQGY
RSGFSHGRQTLRRAISMSLSFSLQAASVRSTVGRDDLVLETSQAKDKDLCEQSFQHLMPEKV*                 
>Atha_AT4G10160                                                                 
MSFIDPRTYIPSNSTESQILKFTFIVCVPICVILIVLLVLYIMRRNSNTNVDWSSLGGFVPTNNNLSTAELGLSKDIREM
LPIVIYKESFTVNDTQCSVCLGDYQAEEKLQQMPSCGHTFHMECIDLWLTSHTTCPLCRLSLIPKPSVDLSHQSIEIVSS
IENTNGGEASTQPDSQSATEAIIHIDDVEEGNRDSIEVVKESEENDRNSVGTSDGCCSCRLGEKA*              
>Atha_AT4G26400                                                                 
MSARYWCHMCSQMVNPVIGAEIKCPFCQSGFVEEMSREINGGSSSSLREVQDPEIDFGTDRALSLWGPILLGMMSNPRRR
RRFRRTEFGVDNDEVNVSDDVDGNDSVDIDRHHHRRHRHRQQGREIDLDREFESILRRRRRSSATILQLLQGIRAGIASE
YESSDRDLLNQSAVVQGSTSLNQNRNNTSLSAIGDYFVGSSLDHLLEHLADNDSIRHGSLPARKEVVDNLPTVKISESLQ
CSICLDDFDKGSEAKEMPCKHKFHIRCIVPWLELHSSCPVCRYELPPDDETKVNPVRPRTRTLEINVSNENVEDDARNSN
VSERRFSFPWPFSGLFSSSSSSSASASGSSHLGENS*                                           
>Atha_AT4G26580                                                                 
MSTRYSSQLQSSAINSITVSSSSSFASTQLDDNTHTAPESSPSSSFFMRLAMRVSRARWFIFLRRVFHYQNASRSDLGTN
PFNSIAWMVSELIALLLQITVITSTLALSKNERPVWPMRLWITGYNVGCLLNLMLLYGRYRQQDTSHENAFSFGDIEQQQ
RSREETTRCSHLMNKCRTSLELFFAIWFVIGNVWVFDSRFGSFHYAPILHVLCISLLAWNALCYSFPFLLFLLLCCVVPL
VSSFLGYNMNVGSSEKGASDDQISSLPSWKYKLIDETSDSSQANNDPECCICLAKYKEKEEVRKLPCSHRFHLKCVDQWL
RIISCCPLCKQDLPN*                                                                
>Atha_AT4G35480                                                                 
MTRSSRFLGTASPPPPEEILAAETDMVVILSALLCALVCVAGLAAVARCAWLRRLTGVNPAAVGEAPPPNKGLKKKALQA
LPKSTYTASASTAAAADDLPCSSVGDGDSSTECAICITEFSEGEEIRILPLCSHAFHVACIDKWLTSRSSCPSCRRILVP
VKCDRCGHHASTAETQVKDQPPHHQHPSQFTSAIIPAFLP*                                       
>Atha_AT4G17905                                                                 
MESDPNPSAWNQYINPRDCTQGLCSTFCPQWCTYINFSPPPISYEQFLNDGVASNPNLSPLVIAIFGIFATAFLLAAYYT
LVSKYCANDTTNEAASESGRSDIILDVNSPERGDQDDPFALESSTAGLDDTLIKKIGFFKLKKHQNGFKINGTDCSICLG
EFNEDESLRLLPKCNHTFHVVCIDRWLKSHSNCPLCRAKIIVPTTQQPEHHVVVMNLDRFTSNVGSAEGNVVVDDHREEV
SVSISSHHPSWFSAADIVLRISRDGEEEEGNYDLENGNREKLVDLKRSFSSGGLVLGTQGRTRRSLNICP*         
>Atha_AT4G28890                                                                 
MYQIFFFFLPLLHSYASAQTPPPFRNGDLVANFEPSLAVVTGVLAIMFALTFVLLVYAKCCHIDLRSGSGDRRRHDRRLR
QGIFFNRSTASSDRFSGLDKTAIESLPLFRFSALKGSKQGLDCSVCLSKFESVEILRLLPKCRHAFHIGCIDQWLEQHAT
CPLCRDRVSMEEDSSVLTNGNSFRFLNQSEIREDSSLELYIEREEEEERIHREELSGSSRFSIGESFRKILKLGNKEKTL
LDEHVNDKDEKKLMHKFNHRIVVSDVVFKNRWSNVSSSDLMFLNSEMVNSISSERFSSLDHVKRGDEEDQIGILRIKEEM
EAKRMLENKLTSMTTMFSSENGDSGSKSRSVMIEPGRRSVSDITAVPRLSISIHGDCSGSAAETASALQNGGNETEERRR
RLWLPIARKTAQWFANREKRSQINTTHQHFDV*                                               
>Atha_AT4G05350                                                                 
MSMSSRPEVEVHVTNGRKLSPSEPNSVIIRLKTKSVEIIIENQTTGRQNRRTQVSPPFLIDINLRSSSHDHIRTLLHDRL
VGYPFESYLCDDLAPKISTAAIDLGFGHNGFTLTMAATVTYRTVSVMSNDEKSLRMVLLGRMKAEEFKSLKMETEPCSIC
LESLVSGPKPRDVTRMTCSHVFHNGCLLEWLKRKNTCPLCRTEIYD*                                 



>Atha_AT4G10150                                                                 
MSYSDPNQNPIPETYAPSNSTESEKLKLYQAFIFSVPICFTFIVLFVLYVIYLRRNSTTNVDWSSLGMRGGTFVPTNNNL
STAELGLSKDIREMLPVVIYKESFIVKDSQCSVCLGDYQAEEKLQQMPSCGHTFHMECIDLWLTSHTTCPLCRLSLIPKP
SLDLSHQSTEIVSSIENSNGGEASTQPDSQSATEAISHTDDVEEGNRDSQEVSKETEENDRNSVGTSDGCCTCRLG*   
>Atha_AT4G12150                                                                 
MNDPIPKAVVSVQVQAERVSRSPSQGNTNSIFLIVNTIKDEILINPGTGHRTATSTPLSYKSLPINYTLPSCSHHHIQSL
LHDRLHRDDHWLCDHLVPKISSAISSGFVDLTVSVAVTYKYVRVDEAALKISRMVLQGFMSVEETKSLNAESCSICLQSL
VSSSKTAPTRMSCSHVFHNGCLVEWLNRKNTCPMFHMQLIDSSMFSSTDYTAYIVEHCKRHDFSSSGSTHVRSRYINICR
STHGHIRKLLHNQFLSTISNPWRSLCDFLSPKISTEFINLGFGRNGFTLTMDAKVTYRTVSVTSNDEKSLRTILVGKIKA
EELKSLKIETERCSICLESLVSGPKPIGLTRMPCFIY*                                          
>Atha_AT4G13490                                                                 
MSLESDIKESKRVVEPFDDDDCAVCLEPLANDADERTVVKLRCSHKFHLDCVGSSFNIKNKMECPCCRQIEKGKWLFAEP
VDQLEEDDMSPLDMLTNMVSPSFLHIDDGIFTNIASVLFPNALNQISNNANVSSNPLGEPRNTLLDTRMQRQVDEHVAST
VDSERRLPDMLFELHDRTGGSGPSGYGRERSGGEGGENSCGGEAVAEEDQVGEAAEGAEMMDNLNF*             
>Atha_AT4G00070                                                                 
MSLLSEENEFLFDLNEIPEKTVYSDDGDEFLFDLNKIPPREETVNSSDEDFAVKSAEGYTDHLHRRNQATKRKKKLRKRP
KGLRMDTDPYQELRMDTDHMTYEQLLQLCNNMGYENSGVKASNIDRCLRNTKPSEFQSLADKICCICQDGFQKRAGVGKL
NCGHNFHVNCVKPWILTKK*                                                            
>Atha_AT4G00335                                                                 
MGGCCSSSRKSHLVGTPVYYYCPESFEELVPSGTRAGVGSAFTTGLLVDIGLETSIPDTFCAPAPLPYDLLLGRPQCTDS
ESIKGRMSGSSFETLATCEDLGESDCKTLASSVILSPRKSDFSKHQGLKILVDEEEDCCPICFEDYDVENPRLTTKCEHE
FHLSCLLEWIERSDRCPICDKEVVFDDRLN*                                                 
>Atha_AT4G15975                                                                 
MLTTTILILLIVILMVSLHLYYRWYLLRSSPFNRTTAASTFFTDPSSTPGGLNPSIIKSLPIFTFSAVTALFAMECSVCL
SEFKDNESGRVMPNCKHTFHVDCIDMWFHSHSSCPLCRSLIEPFAGGVKSTMDEVAISISDPVYGDTNHHEGTETTGDSV
PEDSQRKPAAIEISQRNLGEIENDLSRSHSFRSPTDEPDDIFHSEFESRSGEVLLLLLLLSEFRIFCFRRSVACK*    
>Atha_AT4G12210                                                                 
MNSRKVEFRFTNLQRKLSSPSHANSVIVEIDTKSEEIFVNQTTDHQTRRSTPATLSCLDTINLSSSSHDHIRSLLRTRFA
SHHWLCDDLASEISTAAIDLGFGRNGFTITVVVTVTYRTVSVTSNNKKSLRIVLLGRIKAEELKSLKMETESCSICLENL
VSGPKPSDLTRMTCSHVFHNPCLLEWFMRKNTCPLCRTELYDR*                                    
>Atha_AT4G17245                                                                 
MRLLLSSDPQPELTSTCTSHSCGWKPYSHSNDFAANAFLLLIILFCSFICVLSLHAAIRCCLRPVLQHVPKPDPDLEATH
PDAPPTLVYSPGLNLAGNEAECIICLSEFQDGDTLRVLERCKHGFHVYCIQKWLSSSHSSCPTCRTNIFSSPPQLHSQSL
PLTSTP*                                                                         
>Atha_AT4G14220                                                                 
MSNFTYTSAFNLSDNSPFNPAIGSSSSSSSALVVASDDDNNTDDACSICLEPFTLQDPSTVTSCKHEYHLQCIIEWSQRS
KECPICWQLFVLRDPASQELLAAVEKERLLKTRNISSSSPISIHHSHDDFHSEEEESQFSSFDEQFLRHLTEAAHRRCLL
RRRDGQISSSLVSSSDPTTIHPTDLVNLYRLSAISHVEHQNSNPCPSPGSMTPSPVSGHSSIPADSNNGSRISPGPSPSR
SSQSPKSPEASSLPEAIKSKLAAASAKYKESISKSKQGLKEKLLARNNSVKELSKGVQREMNAGIAGVARMIERMDFSSK
RFGGSAHVSTSTATASGFNFSFKGKRVEANSKSNNNGDKTEPQKLQGGETC*                            
>Atha_AT4G34040                                                                 
MQGPRSTGDSSTGINYADGEPICSTNSETTSNNILNPVDVQFPNNTTGSGRPTYASSSSHVVQNHNWWSFGESSSRLGPS
DHLNSNGSKTDRQLLSDGYGFEEGQSGMLLPGESFLRGSSSSHMLSHVNLGKDMDIGSGLQTSGVVIRHNNCETSLGSSS
QTAEERSSGPGSSLGGLGSSCKRKALEGAPSHSFPGESHGCFFQTENGAWNEGLAQYDASSSLSLSMPSQNSPNVNNQSG
LPEPRFGLGGGRAVTASAFPSTRSTETISRPGRRLNPGQPPESVAFSFTQSGSSVRQQQQLPATSPFVDPLDARAIPVTG
SSSSGDGQPSMIHLPALTRNIHQFAWSASSSSRANSMPEEGLSPWDAPRINSEQPVFTTPANETRNPVQDQFCWSFTRGN
PSTSGDSPFVPRAGSSSGIHGLQPNPTWVTPHNQSRISEVAPWSLFPSIESESATHGASLPLLPTGPSVSSNEAAAPSGS
SSRSHRSRQRRSGLLLERQNDHLHLRHLGRSLAADNDGRNRLISEIRQVLSAMRRGENLRFEDYMVFDPLIYQGMAEMHD
RHRDMRLDVDNMSYEELLALGERIGDVSTGLSEEVILKVMKQHKHTSSAAGSHQDMEPCCVCQEEYAEGDDLGTLGCGHE
FHTACVKQWLMLKNLCPICKTVALST*                                                     
>Atha_AT4G09130                                                                 
MTIFTRDFSHRILACVLLPLFLFQCLPYVTCQQGSESAGRNGKSKESSIIGIVLLSLFLLLLVVYCLNYGCCIEENETGG
HEVLHSRVRRGIDKDVIESFPAFLYSEVKAFKIGNGGVECAICLCEFEDEEPLRWMPPCSHTFHANCIDEWLSSRSTCPV
CRANLSLKSGDSFPHPSMDVETGNAQRGVQESPDERSLTGSSVTCNNNANYTTPRSRSTGLLSSWHVPELFLPRSHSTGH
SLVQPCQNIDRFTLQLPEEVQRQLVSLNLIKRSHIALPRARSSRQGYRSGSVGNERTGFSQGRQTLRRAISTSLSFSFQP
APVRSTLDRDNLMRETSQANDKDFGERSFQRLMPEKN*                                          
>Atha_AT4G37890                                                                 
MMNGLRRTFWSSIHKKKDNNRVDDSLDRQKPTTTSRFGFFSNPSTPRSETRPDSVTCSPTIPCQSWSATAISTPSPSLPA
SPKLQCDTSGDVTPTRNRSPLSFLSVSSSSSTPSSPKSPASFSLLKSKLCFTKVRILNRNNQVNIFKNNSKLTFLRLCYE
QSSISSSKCGICLQSAKAGRGTAIFTAECSHTFHFPCVASRAGDRNLLSDCPVCGASWRETSLLPLSLSSSLHESGSESD
SKIRESKNNNKSLRVYNDDEPLISSPISRTGFNTIPESNEDEEEEDNDDGEFKGFYVNTPSPLTTKKMLTDSVTGHVDVK
LSSEAAIVAVGRGNETYSVLMKIKSPSLPTARRSPVDLVTVIDVSGGNIEMVKRAMRQVISSLRETDRLSMVSFSSSSKR



LTPLRRMTANGRRLARRIVDDISGDGDGMSVNDAVKKAAKVIEDRRQKNLFTTIFVLTDRNRNSAHQAQLAQPDFVTSTR
FSHLEIPTHTIWLGACNHALPEDVFAKRIKSLLSLSVQDLTLNLGLVSGSGQGKVTSVYSLSGRPVWLGSGLIRLGDMYG
DEEREVLVELKSPSSSRSQRIMTVRSRHVDPTTQEIKNYEDRALMIPRPTTVRSSDPSIARLRNLHVSTRAVAESRRLVE
VNDYSGAERMLTSARALLVQYGLSSSDSCLRGLEAELADLNRLRGRHVAVKSPEPVVQKSEPLTPTSAWRAAERLAKVAI
MRKHMNRVSDLHGFENARF*                                                            
>Atha_AT4G18110                                                                 
MEGTSTWILNYESKTHIVDHKNSGSFSISIQGIERILIRSPSGRETLAQQKSLGKKNATVRIASEIPPVFLTGEEICSIF
VANVLSKSKINKWIQQSIVPKICEDLIDIRRHLEEEEKDGFLVEVEVVLETLYSDWLRVNDYDSQGCLIPIEEECIICLE
ELASSGSERRIMKLLCSHSFHKDCILPWLRCKRSCPTCRDDIHNRRAEEDHHE*                          
>Atha_AT4G01270                                                                 
MAEENAAGNAICSICYEDLKPVVENLQSISACGHVFHELCLQQWFEYCPSTNKRNCPICKQKCSLKDPCRLYFQSSGNQT
DSIASDKVVGIEEDPVLLRGEVKRLEGKVQNLTSALEAKKKENVEVSDKLHQCNEQLKEDKVKRWEALQEISTTQHLLKL
KSEECIQLNSQCVKLQERTVALAKELASLKLVSDLSLEEDDVLKLALLGNNAKTKDTIDTLVKSLVIRNRSYKELLAKCN
QLGRGEARSSEKLEKALEKIEKLKKRMRELELITEERENRALRDINVSKKCSYTEVSEPAIESMSSFRMLSSDNKVEKIS
TPPGKLEEKDGFTIQGSCLRGREDSFVSRTDSVIDVDDDYVPETNTSGIRDWNTNIEEKGDNSMVKDIKFNIRKDPTSSV
SPYSNGSGNIWQSSGTNRNLGRWSKHGERNEATPSLGGSVPRKDDLISIGPDGKGGRIKVLRSKPQISKTNASSGSGKRF
KLGTKTSGSSSQGCLQIEHYFGKTNR*                                                     
>Atha_AT4G32600                                                                 
MGVSLLKQQHRITNQADTFSRFMERSPENNLSRNEHIIIDIPRNAAIASSSSSHDRISNVLEPLQHEEERPSTVSPMAAP
QPATATASSSSSMRSNPRSVRRRRSPLNSGLWISIELFLTVGQIIAAIVVLSLSKHEHPRAPLFTWIVGYACGCVATLPL
LYWRYYHSNQASEQDSGQHRPNLNVAAGPFAFSISRTSEADGRQTNTTSSRGSRYPGFISAARLKVIVEYFKMALDCFFA
VWFVVGNVWIFGGHSSAAEAPNLYRLCLVFLTFSCIGYAMPFILCTTICCCLPCIISILGYREDLTQPRGATPESINALP
THKFKLKKSRSNGDDNGSSTSEGGVVAAGTDNERAISGEDAVCCICLAKYANNEELRELPCSHFFHKECVDKWLKINASC
PLCKSEVGEKNSDLTSQGILTSLSSGENDNHQQQQQQQRSELRVENGLANNVI*                          
>Atha_AT4G25230                                                                 
MGIKYLPVSVASTALSFVGLQVWTELSLDRLRADGLIAKNISLGDSEHALELLLGSYFTIALLTNFVLNVYILLVLSLKT
LFFGDLYDVETKKLVERLANYIIYKGTFLPLVIPPTIFQGVLWTVWLTVLCTLKMFQALARDRLERLNASPSSTPWTYFR
VYSVLFLVLSVDMFWIKLSLMTYNTIGSAVYLLLLFEPCSIAFETLQALLIHGFQLLDMWINHLAVKNSDCQRSKFIDSM
TAGSLLEWKGLLNRNLGFFLDMATLVMALGHYLHIWWLHGIAFHLVDAVLFLNIRALLSAILKRIKGYIKLRIALGALHA
ALPDATSEELRAYDDECAICREPMAKAKRLHCNHLFHLGCLRSWLDQGLNEVYSCPTCRKPLFVGRTENEVNPRTVEVSS
DEQLARQLERQNNPVHALATGLFPAEVPDSVENDTSRNLGLDPSWLQTWSSQGSDVAGPSTTSRTVGLGRVQMMMRHLAS
VGESYAQTALDDAAWSLWPMNPSQASTSSTTVPPGNGGRTGGLHLRTVSNTTNESLTNILAMAETVREVMPHVPDEIIFQ
DLQRTNSVAVTVNNLLQM*                                                             
>Atha_AT4G09560                                                                 
MIRSSIVILSLLLISHLVSAKVLLIGNSTSLSFDDVEATFTPMIKRSDQGGVLYVAEPLDACSDLVNTVNVKNGTTVSPP
YVLIIRGGCSFEDKIRNAQKAGYKAAIVYDYEDFGFLVSMAGNPSGVLIYGTFVSKATGEVLKEYAGRTDFEVWLMPSFE
TSAWSIMAISFISLLAMSAVLATCFFVRRHRVRRRRILALNGNDFHRMPKSMIIRMPTTIFNGICDEATTSILCCICLEN
YEKGDKLRILPCHHKFHVACVDLWLGQRKSFCPVCKRDARSISTDKPPSEHTPFLSRTPSMTPTSSFLLSSSSTTPLQSS
HELPISIRVDPSLPSTSMQPHTVPMYLSHSRSHTSFQNGSNRFSRPIPVSRSSADLRNAVSQRSYNSPHQVSLPRFLHSR
YTHILGPGNASRSQVVGLLTSQREHSLHQNDSRRSFIHFASASSLPGW*                               
>Atha_AT4G31450                                                                 
MDRWSSKRAMEARPDSKKKGGVVFRDRFNSNSCKVPICSDEKKSMNFTRFVGSSDKKEKSVLSTYRSSPNGKEVIGTSSK
ICISSSSSVKSGEKQPFSQIAIDSSESSRGSEDEVESEILQVPLGRDKRRMNNKLIYGKVITPEAECSKLPSSSRIKRGF
RQRFGLSKQEFHPGPSGQSTSANRGCSPLLSGVIPSGFGLDKRLSRKADTISKTKVYGESSSSSSARGKNVTEPPPVEVR
RRSFNPRGSVSDSRRARHCILDDDNDVASVGSQRLANRNNSRIRGSGRDGLSSVTAAEMSQTETSNNLNSPVSLELFSGF
PEFGLSGSLLSHDSFRSYNLDGISEILPELDRIEQDIELNYEDLLIMETGLLLGGLSFHDQHRDMRLDIDNMSYEELLAL
EERIGTVSTALTEEAISKCLKTSIYQMKPLSYGSITKSPSDNKEDAKCSICQEEYTIGDEVGRLHCEHTYHVKCVQEWLR
IKSWCPICKATAETSSK*                                                              
>Atha_AT4G28370                                                                 
MKKREHLGLGFFEWQIILWLSIWLAISQQALGLRPIREKPRSWSDEWLFGRKQEAEVGPFSAWNITGTYRGTWKFLNSLN
SSSKFQDFQKENGNSVVELVAVPTKITGVHYVQGVVVFHDVFDNEQNVGGAQINLEGVYIWPFRQLRLVANSGKESDSGQ
EDNNLLSNPYHLLGIFSSQVFQESPRDRLLKRKLSPVNEMEKHCNIEIAAQVSRVASSENNGDKNYYHMEGLMESPGVGD
DGDCFSPLLLNATSVNVEVYYNKAVNYTLMVTFVSFLQVLLLIRQMEHGNTQSGAAKVSIVMIGQQAIMDAYLCLLHLTA
GILVESLFNAFATAAFFKFVVFSIFEMRYLLAIWKATRPSNSGEGWETMRRELSFLYSRFYGILLGGILIMYQFHNYMQP
ILLLMYSFWIPQIVANVVRDSRKPLHPYYILGMTATRLAIPLYVFGCPHNFMRVEPNKVWCICLCTFMGLQAVILLLQHY
FGSRCFVPRQMLPEKYNYHRRFNRDVSRTTDCVICMTAIDLRQHTSDCMVTPCEHFFHSGCLQRWMDIKMECPTCRRSLP
PA*                                                                             
>Atha_AT4G35840                                                                 
MASSRFQSGFCPISSCPSLENFIERIKDACRFTLSAVLGTILSAVLTFFFALVGTLLGALTGALIGQETESGFIRGAAVG
AISGAVFSIEVFESSLVLWKSNESRFGCLLYLIDVIVSLISGRLVRERIGPAMLSAVQSQMGAVDSTFEELSSIFDTGGS
KGLTGDLVDKIPKIKITGKNNLDASGNKDSCSVCLQDFQLGETVRSLPHCHHMFHLPCIDNWLFRHGSCPMCRRDL*   
>Atha_AT4G24015                                                                 



MVDPQSPITPHLYPQAIQLKLYQAFIFSIPILFSIILFLLFYLFYLKRRASSLSSPSPMILPVSSSHQTSSHLPSVCLLD
VKVELKDKLHVVLFNEELGTRDSLCCVCLGEFELKEELVEMPLCKHIFHLDCIHLWLYSHNTCPLCRSSVSISSTKTSVD
DDNDHPDSPQTSPV*                                                                 
>Atha_AT4G30370                                                                 
MSITIPYDGSISREPSPSPPPPKANTKNLPTKILSNFLIGLIMIPVAITAFIFILTSLGFTFFFAFYWFLQRNYRHRLRR
HRRHEYSDGLSPRCVKRLPQFKYCEPSSEYGGDDCVVCIDGFRQGQWCRKLPRCGHVFHRKCVDLWLIKVSTCPICRDRV
YRFEEGRRWRPQGEIF*                                                               
>Atha_AT4G33565                                                                 
MIDTVNLLLLTKLDSKERKQKRENKNEDNSHLLFSFFFLFLHCLLIDDLEARIMRFLHRFLLEDMPKETFSDSLCKNNCI
QELKTLGYCSSYCLDECPSICEIVVISGLSPPAEIHHDDNLKRILIISASSIITTLFLLTLLVLCFKFYYRRRRSITTSR
RWSMEEARNWDFDGPAPVIVDHPIWHIRTIGLNPTVISSIKVCQYSKKDGVVEGTDCSVCLSEFEEEETLRLLPKCKHAF
HLYCIDTWLRSHTNCPLCRAPIVEANTMIDDHSEGLEEISVMIPEENGDDTDEEIEEERDGFVSNISRDHGESQQQRVRR
SVSLDSLSGLRVSEVVVGREKEKLKRGNNIGSGRSSLLKRSISYSGK*                                
>Atha_AT4G11360                                                                 
MGLPTDFKELQIPGYVLKTLYVIGFFRDMVDALCPYIGLPSFLDHNETSRSDPTRLALSTSATLANELIPVVRFSDLLTD
PEDCCTVCLSDFVSDDKIRQLPKCGHVFHHRCLDRWIVDCNKITCPICRNRFLPEEKSTPFDWGTSDWFRDEVESTN*  
>Atha_AT4G23450                                                                 
MSIQHEIYFLHNEPHKYTRVFNLIFVITMDTHICIALISVTIILSLTVKTLSYQRMGCCCCLPSIPESSRTIDEHLPLSR
ATPSSLSNAYSSPLSPPIPLAITNINLQTSPPKLPRTQGNSSEASPGLTQVVPEKKTWHVDDLTDFELKKQYREAIDECP
ICLEEYEIDNPKLLTKCGHDFHLACILAWMERSEACPVCDKELVLTES*                               
>Atha_AT4G09120                                                                 
MNIFTRYHLPRVVSGVILPLFLFHLLPYVTCQQESVPTNSIRQTNLSADSIIAIVVLAIFISLGMVSCCLHCIFYREEIG
AAGQDVLHSRARRGLEKEVIESFPTFLYSEVKGLKIGKGGVECAICLSEFEDQETLRWMPPCSHTFHANCIDVWLSSWST
CPVCRANLSLKPGESYPYLNMDVETGGVQKLPNERSLTGNSVTTRSRSTGLLSSWRMAEIFVPRSHSTGHSLVQQLGENL
DRFTLQLPEEVQRQLVSLNLIRRSHIVLPQAVSSRQGYRSGSVGSERGGFSQGRQTHRRALSMSFSFSFQTASVRSIHDM
NDQAQAKDKYFGERSFERLMPEEKV*                                                      
>Atha_AT1G22670                                                                 
MNLVVLLILTLLLFIVSYVVDAGQVILVDSNITRSFVDMEADFSPSVTTVETGVVYVAEPLNACRNLRNKPEQSPYGTSP
LVLIIRGGCSFEYKVRNAQRSGFKAAIVYDNVDRNFLSAMGGDSDGIKIQAVFVMKRAGEMLKKYAGSEEMEVMLVPPNT
EDSVWSLYASIALILSLAIFCVMVTCVFFYRYCSTIRNSTSQFNGMCRRTVKAMPSVTFTCAKIDNTTGFSCAICLEDYI
VGDKLRVLPCSHKFHVACVDSWLISWRTFCPVCKRDARTTADEPLATESTPFLSSSIATSSLVCIDSPPLGSSVSFSPAH
VSSSFIHQFVRSSPMNGSRISENLRRQASPLQSSSQRSHLSMKSSHSLGYSTMSPLNAMGMSPYRPYPSNASPGLFSSTN
HLLSNYTANTFSHFASAHSLPD*                                                         
>Atha_AT1G70910                                                                 
MSEIEELVCIEASVTRKSTSNTVEIRESRRNKVTLGSSDSPAFPTPHLFLKNIVSFDEQSMYNLLYPRLQDPNLCSILSF
KIAFEAKRVPGPLYISYDVTLTPQIFEEPDMETCGLCLLEEQHLFDMPNCAHVFHGDCIDKWLSTSNNCPLCGVEIMDDD
E*                                                                              
>Atha_AT1G74620                                                                 
MGDANFDYSVSFRQDLTSPLTVELTCTNVVHKKIRLFTGETKTLSLPEQTIDHHTSFIPLNVSTPSTNTQNDLLFDIFRS
PDQTTVISRPSKTSSNYSLSCVRISKILSSFGVTENGCSTILREIDMAITSSSSSSRGRGVVEIKIWKIKTEFYKANKAA
ENLLIDSYCYNYLNVATTEENGCAICMEDYIEGSSIVAKLPCDHEFHGDCINKWLQLNHMCPLCRSSIPKDVKSGYQSCL
DSIFRCFGF*                                                                      
>Atha_AT1G63840                                                                 
MGFPVGYSELLLPKIFFYLLSFLGLIRKLISTMFKIIGLPDFLEPEPVSTSWPDPPPTLTKPDSAAILAGEMLPVVRFSD
INRPESECCAVCLYDFENDDEIRRLTNCRHIFHRGCLDRWMMGYNQMTCPLCRTQFIPDHLQLEFNQRLWSQSSAVSSQL
LDESSS*                                                                         
>Atha_AT1G26800                                                                 
MATEQEAEVGTETSSVSGRFLRNRDLYLFLPFLLGFSDQESSNGDDDDVASSRERIILVNPFTQGMIVLEGSSGMNPLLR
SLLESREEGRPPASKASIDAMPIVEIDGCEGECVICLEEWKSEETVKEMPCKHRFHGGCIEKWLGFHGSCPVCRYEMPVD
GDEIGKKRNDGNEIWVRFSFNDGRRIRDFSAQDGGNSDGVESEN*                                   
>Atha_AT1G53820                                                                 
MDEESVSNGSLFSKFEGEETMGKVLLFSIVSIFTGILFLLLLHLYARLFWWRVEQHFNLNLIQSDDPGSTVIGRNPRRRR
FVFAQSQEDPLHNAGLDSKILQSIHVVVFKCTDFKDGLECAVCLSDLVDGDKARVLPRCNHGFHVDCIDMWFQSHSTCPL
CRNTVGSVEDTTHGGSEGLPQNQNFESGHSTNQHNPSQDQSFVHEFSTEPLSFPTNVLVWGDQNQVRSAGLVVTEESPSG
NFAASYNDHQQESSSTRSQEVTAVVVDIPDNSSENLSERIDEEEPKSPMFTRLRLLKNVLSREKTNNNNV*         
>Atha_AT1G12760                                                                 
MSTETTTGNSSLIPASSSSSSSDAIDPAPLLFNGDDNEGNNGGGGGERRSVRRQGLREAARFLSRASSGRVMREPSMLVR
EAAAEQLEERQSDWAYSKPVVVLDIVWNLAFVSVATAILVMSRKEHPIMPLRVWLLGYALQCVLHMVCVCVEYRRRNRRR
TNRTTTTTPPRSRSSSSSSSSSSLEEEALGSRRNSGVQDLSLGHLDTESSSVAKHLESANTMFSFIWWIIGFYWVSAGGQ
ELAQESPRIYWLSIVFLGFDVFFVVFCVALACVIGIAVCCCLPCIIAVLYAVADQEGASKEDIEQLTKFKFRKLGDANKH
TNDEAQGTTEGIMTECGTDSPIEHTLLQEDAECCICLSAYEDGTELRELPCGHHFHCSCVDKWLYINATCPLCKYNILKS
SNLDREEV*                                                                       



>Atha_AT1G55530                                                                 
MEEAVVTRYWCHMCSQTVNPVMEAEIKCPFCQSGFVEEMEDDDDHDSSDPADVRANNSLWAPILMELMNDPVRRRRNQSV
ESVEDNQNEVQTENNEDDGENDLDWQLQEILRRRRRHSAAVLQLLQGIRAGLSVESESTGNGGNNPGRVILINTSNQTIT
VQNSADMDSVPAGSLGDYFIGPGFEMLLQRLAENDPNRYGTPPAKKEAVEALATVKIEETLQCSVCLDDFEIGTEAKLMP
CTHKFHSDCLLPWLELHSSCPVCRYQLPADEAKTDSVTTTSDNNGSSSASATTSHGAENSDGNRRQEEEEEEEEEEEEEN
ENNDGSGFSIPWPFSTLFSSSQDSNAPTDSS*                                                
>Atha_AT1G53190                                                                 
MGQRNRNVDLEMEQQQSQASLQAEPCILLGSFPQQPDNNNMPAMVAHVPNLEPHSLQDPTYDNSAMFYGLPQYHHHPHQR
VPTNFYVPYVAFQAPPGQLPSSSSHGVVGVSPDHEYERNAHFMDHTRGTYKRKNAEGIPGQPQYLSTLAAPFNTPETIAP
FGGARNRPGAVTVNTVLPSHAPNNFIQGNYAGHHPFPPPGSMWYDQHHGRSDGSPSFWPTPYMHGSNIFAGSIESSSRNP
TSFMYPSQLNPRDHYYSHHHHPAPPPVQGMRGQNATLYPHTASSASYRVPPGSFTPQNTMNSGPLGSEMGSSHMGPVQPT
GFRIYQHHQRDDSVPVATLRQHRGGVPRLRVMPDDEVALLEFGDFLGGSGNNHIDHHRDMRLDIEEMSYEELLALSERIG
TVNTGLPEEDVKNHLKTRTCSGINFEKESSSPRTKDLETEPCTICQESFKNEEKIATLDCGHEYHAECLEKWLIVKNVCP
ICKSEALVMEKRKV*                                                                 
>Atha_AT1G63170                                                                 
MSRETTTEATPLILTDGGGGRRSVRRQGLREAARLLRHASSGRMMMREPSMLVREAAAEQLEERQSDWAYSKPVVVLDFV
WNLAFVVVATAVLVLSSDENPNMPLRVWIIGYGLQCMMHMVCVCVEYRRRNSRRRRDLSPRSSSSSSSSSSSMDEEEGLG
LSRNSDERYLELGQLENENNSFAKHLESANTMISFIWWVIGFYWVSSGGQELAQGSPQLYWLCIVFLGFDVFFVVFCVAL
ACVIGIAVCCCLPCIIAVLYAVAEQEGASKEDIDQLTKFKFRKVGDTMKHTVDEEQGQGDSGGVMTECGTDSPVEHALPH
EDAECCICLSAYEDETELRELPCGHHFHCGCVDKWLYINATCPLCKYNILKSSNYEEGEEV*                  
>Atha_AT1G36950                                                                 
MDTDPYQELRMDTDPYQELRMDIDPYQELRMDTDHMTYEQLLQLCNSMGYENSSVKASNIDRCFRNTKPSEFQSLADKIC
CICQDRFQRRAGVGKLNCGHNFHINSVKPWILTKKQCPVCQKTAHDDEHQTQSYQVETIVLSDDDEEDMNSRDHQQYDPE
QLLLFYEIPTGRTHRPFSLTSMRKWWDQGEDVFLKMDNIKGYCCKKVVKKGSFANPSRHINPSRDN*             
>Atha_AT1G21651                                                                 
MEEPECPVCLQSYDGESTVPRVLACGHTACEECLTNLPKKFPDTIRCPACTVLVKFPPQGPSALPKNIDLLRLFPSISKL
KLEPGRNFEKVVEFVTRSWSDDFYATWKDRILVHDAVSVEIRESESSDFDSSSRLCGSLRDDSKVSLLRVASFEHGDCDS
VLKYSYVQRMMSCLWGMREEERDELDAIISVKQRGVSKVFGLWGDLKNGVLYLVGEKLIGFSLEEFDSLEDETLRLGIIG
MQICEALLNLHKEGLITGCLSVSCVKFDEYENAYVDLIELIETGRNVYRIIAEETSSLRKPVGASEMGLIFVGLQQKGIF
ISSEVLFEFLKEQNMLIKNTSSKSFVSHNSDVWPVCFLLLKLRLGKRCTEEFIESVNCVDGKGCEEGIEDILVLYTGITE
KLSLESELQGKFKSMVEILRQCCCLDPQARPVLTDLWKCIRELVMKPRFNSMSRLHKTIYGKRKQFCLAQSELCRLVEVE
SKEVDKELPGMKIGDEAEEGKVDIDFPGRVSEGKVRSKDMRGHQDSVTGLAVGGGFLFSSSYDRTILIWSLKDFSHVHTF
KGHQDKVMALIHIEGTEPVCVSGDGGGGIFVWSTTFPLEEQPLRKWYEPKDWRYTGIHALAYSEYGHVYTGSGDNTIKAW
SLQDGSLLCTMSGHKSVVSTLVVVNGVLYSGSWDGTVRLWSLSDNSLLTVLGEETPGIVRSILSLAADDQTLVAAYQNGD
IQIWRDDTLMKSMKIQNGAILSIAVNGKWLFTGGWDKTINVQELSGDEISVNCAHVGSIPGSSVITSLLYWEGKLFAGFA
DKTIKVYYFGR*                                                                    
>Atha_AT1G33480                                                                 
MSYSNSNPENYSAATSSPELKLYQAFIFSVPICFTFIILFLFYLIYLRRSSSDLSSLGMRTTFIPGNSLSTIELGLSKEL
REMLPIVVFKESFTVMDSQCSVCLGDYQPNDKLQQIPVCKHTFHMDCIDLWLTSHTTCPLCRLALIPSRSRQSQDDPVPS
LVSPDEEVSSQPESEPVNHRVVSTQPESEPVNHSGVSSQPESQPVVNHRGVSSQPESQPVNHINDGHEQQCDQDVEGFKE
MEEDERNNIGTSSACCSCRTG*                                                          
>Atha_AT1G68180                                                                 
MTSAYRPRVIVNGTRRTRTFHYFYCRHCSRTIRLRSFGLYGPICPFCSREINLHDELDIMRPSRPYWDSDTDWITLHLIN
EPRSNRFNHDDLVYNTDEEFADVMPSVQIGPPPASQSAIEAVRTVIITDEDLVKEKVCAICKEEFEVGEEGKELKCLHLY
HSSCIVSWLNIHNTCPICRFEVNLGVSESNVDEGGSYNIDNDRSNRFRTRVCSLWPLRMMIDWVHNLIGKIPPPDIAFMA
FLLCLYGF*                                                                       
>Atha_AT1G04790                                                                 
MENSDIDMVIIPDTPDRSVHHREVKRRPHSPVAPLRYQREEYRNHHLHGRARPVPEIGDNRESSDTRTESGHRPRASVGN
ALFRRTVVEKDKGKSISTDPCAPRVEKNPVLNLNQRNGHVHVAASRYQPSEDIRELRTSNGCSPLRGDHNSFVLPGNSNK
GKEKADSGSVPHRETIDLSSGKPQNRGTKRLVRHGCISPHEIAARARQAADTNSYDTLSVEQELASETASSIGIREIVPE
SDIHGRARGKRPEISSSRVASRDGLEGWVSTRNRNLNMEHEMNHRDESNTRGICSSVTRLDVRETGVVERESRQQRRRKN
GFTTSTASNEPEVTVNRSSGEPSSSRPPRIQNHLRHWHGTQVLEIEDSSPEVRVFRGPRRVENDVSDVNIRQIEADEILA
RELQEQLYREESLIRHEQIDEIIARSMEQEENSLRASSSRASTRITRSSNTIAANPRGRSRLEARLQQHSSRRRFNPPQA
RAPVRAPARGRGYRLGGASASLRTALNFSFPIDMGLDSRMDILEELENAIGHSITSSNLLHMDRDFTEDDYELLLALDEN
NHRHGGASANRINNLPESTVQTDNFQETCVICLETPKIGDTIRHLPCLHKFHKDCIDPWLGRSKSCPVCKSSVT*     
>Atha_AT1G32361                                                                 
MYDLTFLLISLFPIDITLPTRQPQNKPFLLPQATYETSHNISDPAVSLHGLKMSISTTETDNFKPVHTLVSSPVTIVLTG
SLLFIIFTGFFSFFFCGCLFRKLMRIWNNHRNRNRPSNLIQPSNPPENLGLDSKIIESFPEYPYSVKDHGTDQCSICLTE
FMDDDTIRLISTCNHSFHTICIDLWFEGHKTCPVCRRELDVEDRTSLEKPLEVPEIDLVRSEIHDEPLPRDTVTIIVHEE
HPSTTIGSLEHTDEIESYERRMKASNLRFWRSHSTGHSIVVKTENEQEEEEEEEKDEIKIRIEISGECQFEDHKMTLPNR
KLYCVRGTYSVG*                                                                   
>Atha_AT1G21960                                                                 



MEAEISFGGEIDLKPKSQDAGSFKICVSARRSDTSISLPPNFVLSYNDYEGVISSYPNDSKKLNDWLYSAGLSEQYVDIA
NSQLTERICKSISMVDSSVCATLVYMYCKVIVPPRIDSFDETTNNIELIRPANKLVVDRLARKVYNKKKKSNSDASVCTI
CLEEFEKGEIVVTLPCGHEFDDGCIGKWFLKDHVCPLCRFELPC*                                   
>Atha_AT1G49230                                                                 
MCTTISISISTIKPTEIFQEILGSSYSRKLLFHTHDQSPTPAPSPYVGDNNFDANVVMVLSVLLCALVCSLGLNSIIRCA
LRCSNLVPSEAGGDNYPVRLTNTGVKRKALKSFQTVSYSTELNLPGLDTECAICLSEFVAEERVKLLPTCHHGFHVRCID
KWLSSHSSCPTCRHCLIQTCEKIADCSQTSSLNSTQPPQDSIILQIAPLEPERWIRWFR*                    
>Atha_AT1G18760                                                                 
MRIDFYHNIIRNHQPENAGTLSVNANIDGYDYTFTDTSFIEEFLNEENNQFPTKQKLHYFLEDSELINDYDMEWGTAIFE
LIFYVVAVTNPARGDYSPGDDLLVSLLIFPNDEPIEEEYEIEEEDLSEEEDQIEEAVRASLEETNNISLRPANKLVVNSL
ARKIYKKTTSSTERCTICLEEFNDGTKVMTLPCGHEFDDECVLTWFETNHDCPLCRFKLPCEDQ*               
>Atha_AT1G17970                                                                 
MSSTTIGEHIRLRRARNQTIRHLHAADDDPPLSHVVLPISQPNRFCNSAMSSFFPLPTSSSNESTRKKPYQTSSFRGMGC
YAAAAAAAQEVSVPSVIRYSADLDARIRKDKKKKKHKHKKKKKKNKGSYEDGSIRILSEEARDVIDVWCRPGLGFSTDAV
IGRSVDPPRGRNIPSSRRKIDVDNNNYNHTLGSSVLPIRFLNQETHSHDIFNSDSTFVTSSRAEPTMLSSRCRGHLPRSY
PDDLTEMRMLQNGFVMGRITDSRDNYHELRLDVDSMSYEQLLELGDRIGYVNTGLKESEIHRCLGKIKPSVSHTLVDRKC
SICQDEYEREDEVGELNCGHSFHVHCVKQWLSRKNACPVCKKAAYGKP*                               
>Atha_AT1G80400                                                                 
MDVSSIVRNTTLTDQDPLLMDHGNREHIVDITSNDEEDSSSRSSLDELTPQGNSHQGEETVLSSSNATQQHPTHPSPPQQ
RPTSSRRGDNGNGRRTRSPLNSGLWISVELVVTVAQIVAAIVVMVLAKDEHPEAPLFTWVIGYTCGCLATLPILYWRFRT
YNRATGQDSSQRATSSQGNSESTPYTAVSVAQAADEENSTGVSAAPRNNQVGESLRTRLNGLVDHFKMAIDCFFAVWFVV
GNVWIFGGHSSPSDSPKLYRLCIAFLTFSCIGYAMPFILCATICCCLPCLISVLGFRENFSQTRGATAEAINALPVYRFK
SKSRNDLEFSEEGEGGFLLLGSQKKRLISGEDASCCICLTRYGDDEQVRELPCSHVFHVDCVDKWLKINATCPLCKNEVG
ESSSASS*                                                                        
>Atha_AT1G45180                                                                 
MQGERASLGSLSKALNFERGSTSSNAVVDQQIRWENLHNYGDNDLQDYMSSAADTNPTFANSVYHEKRGLQRFNIGEASS
SGTKNEGASLTEQWKGIGRFEEQRNDKLELSPLFVQPSNGSRVVRDVNLNAEYNEHLEDMNPVTVHPGHFEVNGLRSEFL
LDNSVRAGSSVDGRRASCKRKALDASGGQSSSTGGFREFQRGVSSSWISGPTYYSPAMTANDLNISLDHGRRGLVSSAVP
NLSPPTITESSSRNYPVWVNPTYQQETVSNFAPSLNSPGLIPADHQQISMRYGHALGNFASQNPNAPATHMPPVSRNTFQ
WNTSPVAAVISSSSATPVDRNVIHRNATRQRSNTLEIPLFVPAPELRNVAHGHISRNASGARHVASSSSRTSVQPSPSSP
ALTPYQNNSLHNQRRLSENFRRSLLSSLVTQQRAARSLAHPASPNEHVLQSGGDNTSQVHNRASSRAGPRQGQDATGISH
SLRGLASTSRGRTRMGASEIRNILEHMRRAGNLRLEDVMLLNQSIMLGAADIHDRYRDMRLDVDNMTYEELLSLEERIGD
VCTGLNEETISNRLKQQKYKSSTRSSQEVEPCCVCQEEYKEEEEIGRLECGHDFHSQCIKEWLKQKNLCPICKTTGLNTA
NKPQR*                                                                          
>Atha_AT1G35330                                                                 
MTIGKSPILLHHHVIFLLLLVLQVSGQHQPRTTAPPYIAQRPNQVPAVIIAMLMFTLLFSMLACCVCYKYTNTSPHGTSS
DTEEGGHGEVAFTRRTSRGLGKDVINSFPSFLYSQVKGLKIGKGGVECAICLNEFEDEETLRLMPPCSHAFHASCIDVWL
SSRSTCPVCRASLPPKPGSDQNSLYPFIRPHDNQDMDLENVTARRSVLESPDVRLLDRLSWSNNTGANTPPRSRSTGLSN
WRITELLFPRSHSTGHSLVPRVENLDRFTLQLPEEVRRQLSHMKTLPQARSSREGYRSGSVGSERRGKGKEKEFGEGSFD
RLKAEMV*                                                                        
>Atha_AT1G67856                                                                 
MGISHYPTASEGVMPMLVMNTVVSVSLVKNMVRSVVNMVSSETNEARNKEDDQDHEDSKRRRRISITHFESLCENRGSRN
EREAMDCCVCLCGFKEEEEVSELVSCKHYFHSACLDKWFGNNHTTCPLCRSIL*                          
>Atha_AT1G57730                                                                 
MVPEITIDVNVFPSPRKSSSNTVEINLKRESDDKCDDAPLFQITQLILKDVVNFDPHKTSPLLETIFPDSISGTRLCVEM
ALASERVPAPFDMYLHVTVRFVEESTSSSPLENKTCAICLEDMSQDVHDYQEMPNCPHVFHNDCIYKWLGHSNLCPLCRT
VLEDEDDDDYPYYS*                                                                 
>Atha_AT1G35630                                                                 
MNYSWITIMSLLVICKLASAKVVLIGKNTILSFDDVEATFTPIVRNSGECGILYVAEPLEACSDITNMAEKRSKYRSSYV
LIVLGGCSFEEKVRKAQKAGYKAAIVYNDGYDELLVPMAGNSSGVDIHGLLVTRASGEVLKGYADQDEMKLWLIPGFGIS
SWSIMGITFISLLAMSAILATCFVVRRHQIRQSVRDLPHGGQGLSCMPRDLLQSMPTEVYSGVLEESSTSVTCAICIDDY
CVGEKLRILPCKHKYHAVCIDSWLGRCRSFCPVCKQNPRTGNDVPPASETTPLISPSPNSITSLQSFYDLPIVVRVYL* 
>Atha_AT1G18780                                                                 
MNELLQENPKRLNIIDKIYLFLIVLAIMISSFAHEIEHNPVPEDVGIINISVATTKIYQSIISNYDLYDELTSEFSCIPV
SLRDCVAVELTEFLTGSGKITPIDAYHVLLELFRFVDEITSSDDYTPGCALRVLMTLTIAIPPEHIEEDVLGLEDEQDVY
GEASSSQFEEVVPFYGLPYFRDDYNDYFPYEEASSSQLGEVVLFHGLPHLRDEHHASFGFDHQIEEASHSQIEEVFQVSF
NETNTVRLKPASKLTVGALNRKTYKKASGVVCENDVCTICLEEFDDGRSIVTLPCGHEFDEECVLEWFVRSHVCPLCRLE
LPCER*                                                                          
>Atha_AT1G74410                                                                 
MDTTLSPAVEAEQIADSTIDTVSRLIAGVFSGALTGIFAMAGAFTGAVTGAVAGRAAQYGVLRGAALGAVAGAILSVEVL
EASRAYWYLELSGSRGPSSMADFVEQLFRGRLVDEQLMSTMINSHHWQLRISDVSYEEREDVYGELEARGLSGDSLRKLP
CYIMSSEMVRRQVTHCTICLQDIKTGEITRSLPKCDHTFHLVCVDKWLIRHGSCPICRQAVKD*                



>Atha_AT1G49200                                                                 
MAANELASSSVQAFQEQSLGGFVSRKLLLHNPFDHNTQRAFAVAPSPLITHENNLSGNVLMLLSVLICGIICCLGLHYII
RCAFRRTSSFMISEPIAGLSTPCGSSNKGINKKALRMFPVVSYSPEMNLPGLGEECVICLSDFVSGEQIRMLPKCHHGFH
VRCIDKWLQQHLTCPKCRHCLVETCQKILGDFSQADQVAATPTASVIVRIAPLEPEGRVNILRESS*             
>Atha_AT1G35625                                                                 
MAGNSSGVYIHGVLVTRTSGEVLKEYTSRAEMELLLIPGFGISSWSIMAITFVSLLVISAVLASYFSVRRHRIRQHVRDL
HHGGQGHSRMPKDLLQSMPTEVYTGVLEEGSTSVTCAICIDDYRVGEILRILPCKHKYHAVCIDSWLGRCRSFCPVCKQN
PRTGNDVPPASETTPLISPGPNSITSLQSFYDLPIVVRVYL*                                      
>Atha_AT1G72200                                                                 
MNPKGRTNLNRSIIGGHDHGSILQLLLFLLLLSSHGGFKFVAGQATHGGSDVSGDSSRFDPTMAILMIVLVSVFFFLGFF
SVYIRRCLERVMGMDYGNPNDAGNWLATNRQQARGLDASIIETFPTFQYSTVKTLRIGKEALECSVCLNEFEDDETLRLI
PKCCHVFHPGCIDAWLRSHTTCPLCRADLIPVPGESIVSIQIPGLVNDPPGSDPNGDRIRSLGSPDARLIESVALTCNQS
MPRRSMSTGWNLAGMFTNSDRTGQHSENLDRFTLRLPQDIHNKLVNPNLSKVHVALPQVMSSTRGYRTGSLGSERNYFYY
ERFDQDGRLDRRPFSITPPYRTSSINHMSPGGSGGDKVRASSPKSLLLAMRSPFDRLFLGKNNNVGENSSDHLRSCDATP
SNTV*                                                                           
>Atha_AT1G72220                                                                 
MARKKHRKLFPTLASETNKTLDCSNGVCDPICPYNCYPEPDYYTISPQLPPWSSSPQPSPCPSPSISAVYLPSQDSSSSL
DAISIITITGAVLAILLTGFFLVAKFFSDSVNRVNQGTYQSDNEDNDTVMEEEFQDREQVDHPIWLIRTTGLQQSIINSI
TICNYKRGDGLIERTDCPVCLNEFEEDESLRLLPKCNHAFHISCIDTWLSSHTNCPLCRAGIAMISVTTPRYSGPVEVTP
GGSGSHLENDGVDEEDHGEIENRVDSDFKESDDSDIRIEIYRFDSDGDGSETETKERVRVLKECMDPNGGDSVNSLSHTK
THVESVDFPGKSCENQSEEFTRHNGEDEASCSEENGGGSNQLRRSCDSGELNGETTGDEGKSQSDISSSTLKTNGSSSSV
SCFNKNKSSVFPL*                                                                  
>Atha_AT1G53010                                                                 
MSSEEDDAISLISVLGLAVFIGLCILLVVLIATSALILVIYVIIDCILRPFLGTCLDLDLEIGVQRGQQRARIVTYHTII
STGLRLPDFEREGKKRGLKQSVIETLLPKLLVGQGNHEEDEEKSLESRECAICLSGYVVNEECRVFPVCRHIYHALCIDA
WLKNHLTCPTCRKDLPES*                                                             
>Atha_AT1G73760                                                                 
MPVSAEPSSSSSTTIGQHMRLQRPRNHRNLPPISTADEPLIPKPSRVSKSAMSSFFLLPETTKKKPNGTASFRGLGCTTS
ASQQVSVPAVIRSSADWDASNFKIKKTKKKNKNKGSSSYNGGSIKILSEASTSSSVACAAIPDVWCGPGVGFSTDAVVGG
SIDTVVSDPPRRNIPVRRKIDGDKTNSNSNNHREGSSSLLPRRSLNQESNPYFDSDSSFLTSRAEQTDRYHRHLRLPYPD
GLAEMMMMQNGFVMGGVLSSFDQFRDMRLNVDNMTYEQLLELGERIGHVNTGLTEKQIKSCLRKVKPCRQDTTVADRKCI
ICQDEYEAKDEVGELRCGHRFHIDCVNQWLVRKNSCPVCKTMAYNKS*                                
>Atha_AT1G65040                                                                 
MIQLKVYAGLSTLATLVVIYHAFSSRGQFYPATVYLSTSKINLVVLLNMGLVLMLSLWNLVKIVFLGSLREAEVERLNEQ
AWRELMEILFAITIFRQDFSVGFISLVVTLLLIKGLHWMAQKRVEYIETTPSVTLLSHVRIVSFMVFLLILDCLLTYSSI
QQLIQSRKASMSVFFTFEYMILATTTVSIIVKYAFYVTDMLKEGQWEGKPVYTFYLELVRDLLHLSMYLCFFLMIFMNYG
LPLHLIRELYETFRNFKIRVTDYLRYRKITSNMNDRFPDATPEELSSNDATCIICREEMTSAKKLVCGHLFHVHCLRSWL
ERQNTCPTCRALVVPAENATSTASGNRGPHQESLQQGTGTSSSDGQGSSVSAAASENMSRHEARFQAAASAASIYGRSIV
YPSSANTLVWSQGNSLLPQTEVEAQRRFLESQIEVLTNQLRLLEKPTTVDTKGKSVADTA*                   
>Atha_AT1G14200                                                                 
MSSENDFVEFSSMFERIIQGRGDGLSRFLPVIVALAAREDDDDQGSTDQTTRRGDPLSPRFVMIGSRSGLDDFFSDGGKQ
GRSPALKSEVENMPRVVIGEDKEKYGGSCAICLDEWSKGDVAAEMPCKHKFHSKCVEEWLGRHATCPMCRYEMPVEEVEE
EKKIGIWIGFSINAGDRRN*                                                            
>Atha_AT1G49210                                                                 
MSANELPASAQSLQEQFLGSFVTRKLLLHDPFDHNSLRVFAVAPSPLITHENNLKGNVLMLLSVLICGIICCLGLHYIIR
CAFRRSSRFMISEPISSLSTPRSSSNKGIKKKALRMFPVVSYSREMNLPGIGEECVICLSDFVSGEQLRLLPKCNHGFHV
RCIDKWLQHHLTCPKCRHCLVETCQKILGDFSQADSMASTPTESVIVRIDPLEPEGRVNTFRESS*              
>Atha_AT1G15100                                                                 
MGLQGQLSDVSSDSIPLMLLSLLAVFINHLRSFLLRLTSKSNPNLPVDDVSIASGLANIIVLADQLSLNRLFSYRCGDGG
GGGSDCVVCLSKLKEGEEVRKLECRHVFHKKCLEGWLHQFNFTCPLCRSALVSDDCVSKTQRSVGRDLISCFSLH*    
>Atha_AT1G04360                                                                 
MDLTDRRNPFNNLVFPPPPPPPSTTFTSPIFPRTSSSGTNFPILAIAVIGILATAFLLVSYYIFVIKCCLNWHQIDIFRR
RRRSSDQNPLMIYSPHEVNRGLDESAIRAIPVFKFKKRDVVAGEEDQSKNSQECSVCLNEFQEDEKLRIIPNCCHVFHID
CIDIWLQGNANCPLCRTSVSCEASFTLDLISAPSSPRENSPHSRNRNLEPGLVLGGDDDFVVIELGASNGNNRESVRNID
FLTEQERVTSNEVSTGNSPKSVSPLPIKFGNRGMYKKERKFHKVTSMGDECIDTRGKDGHFGEIQPIRRSISMDSSVDRQ
LYLAVQEEISRRNRQIPVAGDGEDSSSSGGGNSRVMKRCFFSFGSSRTSKSSSILPVYLEP*                  
>Atha_AT1G18910                                                                 
MGVGDPLPLPPEKNRREVNKPPDIASTSSSSASAVNNARLSDAPILLFVYFHKAFRAQLAELQFLAGDTVRSGSDLAVEL
RSKFEFLKLVYKYHSAAEDEVIFSALDTRVKNIVFNYSLEHDATDDLFTSVFHWLNVLEEEQGNRADVLREVVLCIGTIQ
SSICQHMLKEERQVFPLMIENFSFEEQASLVWQFICSVPVMVLEEIFPWMTSLLSPKEKSEVETCFKEVVPNELSLQLVI
NSWLIDDSQSSLTALTKIMKGVQSVEVSENMTNSQTNSSSSGVFQRFWQWSKKMSFSSPNTGHILVHGIHLWHNAIRKDL
VDIQKGLCQLTFPSLSLDLNVLVVRLNFLADVLIFYSNAFKTFFYPVFEDMVDQQHSSSSKQFTIDGHVENFKKSLDLET



RAGSDNFVITLQEKLESLILTVAKQFSIEETEVFPIISKNCNIEMQRQLLYRSIHFLPLGLLKCVIMWFSAQLPEDECQS
IIHYLSSEDSFPNKPFAHLLLQWFRFGYSGKTPVESFWNELSFMFKPRCSFEEELTEEASGSFFQQSPQKLFKVSDPYSM
DPPAGYMNETPYSSAMNQQILIPGKLRPLLHLPDLFGDKTIGEHLTMDLKPIDLIFYFHKAMKKDLDYLVRGSARLATDY
SFLGEFQQRFHLIKFLYQIHSDAEDEIAFPALEAKGKLQNISQSYSIDHELEVEHLNKVSFLLNELAELNMLVLDHKNVK
YEKLCMSLQDICKSIHKLLSEHLHREETELWCLFRDCFTIEEQEKIIACMLGRISGEILQDMIPWLMESLIPDEQHAVMS
LWRQATRKTMFGEWLTEWYNSHAVEEETEEANKDPSENSDPLDVVWSYLFEGAADEYKGSICSKPLEETELKGIMNKPLG
KAAPNNKVEFGNKEENHLEISGSKKVCTGADETKYKEQTDSNAQAFQMSHNTSQSGQDSRYECLLSMSQEDVEATIRRIS
RDSSLDPQKKSYIIQNLLMSRWIATQRIYNLEPSILSSNREAVPGQNPSYRDPHKLIFGCKHYKRSCKLLAPCCNKLYTC
IRCHDEEVDHLLDRKQITKMMCMKCMIIQPVGASCSNISCSSSMGKYYCKICKLFDDDREIYHCPYCNLCRLGKGLSIDY
FHCMKCNACMSRLIVEHVCREKCLEDNCPICHEYIFTSNSPVKALPCGHVMHSTCFQEYTCSHYTCPICSKSLGDMQVYF
RMLDALLAEQKMPDEYLNQTQVILCNDCGRKGNAPYHWLYHKCSSCASYNTRLF*                         
>Atha_AT1G77830                                                                 
MKSLLGNLRLYKFDVPCESDVGVVLVSYGGTNGWHTCERFRLTRYTGQGRGRGSKAGLSKAFVDLVGWSFMMQRESNISN
QIFDYIVSNFSFKDLDIVPPAVWSRSYRPVPIAPPTTEIVDCYQSSESCCLCQKGYPKEDEIVHKTKCNHIFYGTCISRY
LLHTPRCPVCSVELPPVDIRTFLFI*                                                      
>Atha_AT1G76410                                                                 
MARLLFRLLQEANSTSPAEASPPFNSDLVLILAVLLCALTCIIGLIAVSRCAWLRRIASRNRSDQTHPPPVAAANKGLKK
KVLRSLPKLTYSPDSPPAEKLVECAICLTEFAAGDELRVLPQCGHGFHVSCIDTWLGSHSSCPSCRQILVVTRCHKCGGL
PGSSSSGPEPDTRIKQREDGPDNLP*                                                      
>Atha_AT1G74770                                                                 
MGGGNLHSLPPENASVSASYAVTVGNTKLSDAPVLFFVYCHKAFRAQLVELRRFATDAAEADSFSGDLAVELSRKFEFLK
LVYKYHSAAEDEVIFLALDKRVKNIVSNYSLEHAGTDDLFTSIFHWLHVLEEEIGSRSDVLREVILCIGTIQSSICQHML
KEERQVFPLLIEKFSFREQASLVWQFICSVPVMVLEDFLPWMISHLSHEEKIEVENCIKDVAPNEDSLQQVISSWLLDDS
QSSCGTPTEIMKGVQYVNVSKSLKKSPESHPSSGCFQRFWEWSKKSLSIPNVGRSPIHGLRLFQNAIEKDLRDIQEGLCQ
AKFQTLILDLDVLMARLNFLADVLVSYSNAFKKFFHPVLEEMTARRSSTAKQFNIDDCLENFQRLLYKSADDKTKTDNFL
LQLQEELESLIIQVTKQFAIQRTEVFPIISKNCNHEMQKQLLYTSIHVLPLGLLKCVILWFSAHLSEEESQSILHFLSLE
DSSPKKSFPRLLLQWLRFGYSGKTSVERFWKQLDVMFKVRCSCQKEHTEEASGSFSNQTQLQLCKVSKDVYPRKKDKSST
CFMSMDLAVGDMYETPYSSRMNQQMTFSGKLKPPLHLPDFFGEKNMDDPMIMDVKPIDLLFFFHKAMKMDLDYLVCGSTR
LAADFRFLAEFQQRFHMIKFLYQIHSDAEDEIAFPALEAKGQLKNISHSFSIDHELETKHFDKVSFILNEMSELNMLVST
INTTAADHDRKMKYERLCLSLREICKSMHKLLSEHIQHEETELWGLFRNCFSIEEQEKIIGCMLGRISGEILQDMIPWLM
ESLTSDEQLAAMSLWRQATRKTMFVEWLTEWYNGHVLQEEAGEANNDPFGDSDPLEIVWKYLFEASADGEKGSMRSSLLK
LPKTNFTGIMNQPPPNYKVEVGKKEEKDLERSESKKICRGSNQEGDKEQTDKMSQKVSQFGPSKKYEQLLTMSEEELVVV
IKKISCDSSLDPQKKDYIKQNLLMSRWNISQRTYNLEPSSLSSNMETVHGQHPSYRDPHSLIFGCNHYKRNCKLLAPCCD
KLFTCIRCHDEEADHSVDRKQITKMMCMKCLLIQPIGANCSNTSCKSSMGKYFCKICKLYDDERKIYHCPYCNLCRVGKG
LGIDYFHCMKCNACMSRTLVEHVCREKCLEDNCPICHEYIFTSSSPVKALPCGHLMHSTCFQEYTCSHYTCPVCSKSLGD
MQVYFKMLDALLAEEKMPDEYSNKTQVILCNDCGRKGNAPYHWLYHKCTTCGSYNSRLL*                    
>Atha_AT1G28040                                                                 
MSGTFLVDEINYQKQQISISDPENCMVKRLLTFNTSGSPFSYGFSFYYTFLTCPNEVVIPVWSLMSIPCLSNSTSSFFAT
SNLTFSKLLPPSCQIVKGLYVPVDVIYKDVITEEKGFSTVPWLGNVLLEWSSPNCRGCEKESLRCGFKNKASLEVKYLAD
PPDETKSRLRPLIITLCIIGGITATCIAAIRIYNSERFVNQRRQNAAITARNTTQQPRGVVVTTGLDQSTIESYKKVELG
ESRRLPGTNGIICPICLSEYASKETVRCMPECDHCFHVQCIDEWLKIHSSCPVCRNSRS*                    
>Atha_AT1G08050                                                                 
MENPNNLRESKSHLNLNECLTLPKTLDPSSPSPSDASRSSVDPNRPDSSSSRPGSTPSSSGLRFSKGRCAICLYEIRKED
GKAIFTAECSHSFHFDCITSNVKHGNRICPLCRTQWKQVPLCDVDSVPTFVAQRGFEDDEPLPQGDTQIHSDGHRSDHQA
LEIKLFPEVSALAKPVSRADFAVLVHLKAEGVSDDARRARAPLDLITVLDVSGSMDGVKMELMKNAMSFVIQNLGETDRL
SVISFSSMARRLFPLRLMSETGKQAAMQAVNSLVADGGTNIAEGLKIGARVIEGRRWKNPVSGMMLLSDGQDNFTFSHAG
VRLRTDYESLLPSSCRIPIHTFGFGSDHDAELMHTISEVSSGTFSFIETETVIQDAFAQCIGGLLSVVILEQVVEIECIH
EQGLKISSIKAGSYRSRIAPDARTATIDVGDMYAEEERDFLVLLEIPCCDNGSGESESLSLLKVRCVYKDPVTKEIVHVE
SGELSIQRPMKLTGKEVVSIEVDRQLNRFLVSQAMSEARVLADGGDLSGAVGILRNRERELSETPSAQSSDRLCQSLSSE
LSALQERMTSRRMYRTSGRAYAFSSMSSHSAQRATARGDSTQGFSPVQAYQTSPMARMVTRSQLLVLESPTKPSPGRGEQ
S*                                                                              
>Atha_AT1G71980                                                                 
MNRALVLLLYVCTVSCLASSKVILMRNNITLSFDDIEANFAPSVKGTGEIGVVYVAEPLDACQNLMNKPEQSSNETSPFV
LIVRGGCSFEEKVRKAQRAGFKAAIIYDNEDRGTLIAMAGNSGGIRIHAVFVTKETGEVLKEYAGFPDTKVWLIPSFENS
AWSIMAVSFISLLAMSAVLATCFFVRRHRIRRRTSRSSRVREFHGMSRRLVKAMPSLIFSSFHEDNTTAFTCAICLEDYT
VGDKLRLLPCCHKFHAACVDSWLTSWRTFCPVCKRDARTSTGEPPASESTPLLSSAASSFTSSSLHSSVRSSALLIGPSL
GSLPTSISFSPAYASSSYIRQSFQSSSNRRSPPISVSRSSVDLRQQAASPSPSPSQRSYISHMASPQSLGYPTISPFNTR
YMSPYRPSPSNASPAMAGSSNYPLNPLRYSESAGTFSPYASANSLPDC*                               
>Atha_AT1G23980                                                                 
MSERRIHYSQLKNDNLNQISPSSAPSPITLNHQLTDSSSSSSSGGNNRISPIILFIIVLLSVIFFICSILHLLVRYYLKK
KRSNLSSSPNESNQNPEFSDSDTYQRQLQQLFHLHDSGLDQALIDALPVFLYKEIKGTKEPFDCAVCLCEFSEDDKLRLL
PNCSHAFHIDCIDTWLLSNSTCPLCRGTLFSLGHQFEYPDFNFGFFAGDDGGGGVRVSPVQKPAENEIGKRVFSVRLGKF



RSSNIVNNGEVVVGGGGETSSSSLDNRRCFSMGSYQYIVAESDLVVALCPNNEGLKNNKDVEGKKINMRSKGESFSVSKI
WQWSNKRSKFPNNHPSETNLVVGGSSSSSSYVCSGSDGLSLNGRRFQGP*                              
>Atha_AT1G20823                                                                 
MARLLFRLLVESNTPSPAIDNSTAALNSDLVVILAALLCALICVLGLIAVSRCVWLRRLAAGNRTVSGSQTQSPQPPVAA
ANKGLKKKVLQSLPKLTFSPESPESEKFAECAICLAEFSAGDELRVLPQCGHGFHVACIDTWLGSHSSCPSCRQILVVAR
CHKCGGLPGSSSSGLESEPEIEIRIKQGEDDPNSFLP*                                          
>Atha_AT1G51930                                                                 
MDTIDEILIGFSIIGLIVIVIANCCDNIDPPPTRLPPETIHQTVQPQQDIETGQSKALVFKDIKEEEGGREEEGGGKRFC
PICLEEYEDDHQIRRLRNCGHVFHLLCIDSWLTQKQNCPSCRRSVDLMSLGL*                           
>Atha_AT1G22500                                                                 
MVVMSRVSFYSSFLLLLLEVVVASSEFDDEGRTSFSPTTAIIMIVLVSVFFALGCISVYMRRCLQHALGMDSGGGPGNWL
NVRQTTEPGLDASVIETFPTFPYSTVKTLRIGKEALECPVCLNEFEDDETLRLIPQCCHVFHPGCIDAWLRSQTTCPLCR
ANLVPVPGESVSSEIPGLARETGQNSLRTPIDDNRKRVLTSPDERLIDSVAWTGNQSMPRKSMSTGWKLAELYSPASSPG
QPEENLDRYTLRLPQEIHDQLVNSSLGKQGSKGQLALPQERSSVRGFRTGSLGTEKNYFYFERFDQDGRLDRRPFSITPP
YHTRSIQSPDEIINASGNYQDRAGAPKGLLLAIRSPFDRLFTGKKNAGERSYLQSGDASPV*                  
>Atha_AT1G60360                                                                 
MSLSQPITRTDSAPNGAFRTFGLYWCYHCDRMVRIASSNPSEIACPRCLRQFVVEIETRQRPRFTFNHATPPFDASPEAR
LLEALSLMFEPATIGRFGADPFLRARSRNILEPESRPRPQHRRRHSLDNVNNGGLPLPRRTYVILRPNNPTSPLGNIIAP
PNQAPPRHVNSHDYFTGASSLEQLIEQLTQDDRPGPPPASEPTINSLPSVKITPQHLTNDMSQCTVCMEEFIVGGDATEL
PCKHIYHKDCIVPWLRLNNSCPICRRDLPLVNTVAESRERSNPIRQDMPERRRPRWMQLGNIWPFRARYQRVSPEETANQ
NPRDNRS*                                                                        
>Atha_AT1G49850                                                                 
MTSASELFSTRRSRPGRSDPALESDTSSYRHHSHHHHRRHGVHHHNQRHDSDGCDPLRRPTPRLRRFFHHPIQERSRPIR
DVQGTSQYLNTDSTDTETQSSSFVNLNGSERLPGAVLLARDRLFERLRGVSLSSNSRSNRVSLDDQRESSFHSIDGDPIF
QLAGLQVTYECNKKPQGLTQDAINCLHRQTFSSAEVKSEMRDCSICLESFTKGDMLISLPCTHSFHSSCLNPWLRACGDC
PCCRRAIAKE*                                                                     
>Atha_AT1G18770                                                                 
MKIYFSHSIIRNPQPENEGTITVNAKIDGYNPTPASKLVVKSLARKIYKMTTSSTGEMCIICLEEFSEGRRVVTLPCGHD
FDDECVLKWFETNHSCPLCRFKLPYQ*                                                     
>Atha_AT1G24580                                                                 
MNTVVSITLLKNMVRSVFQIVASETESSMEIDDEPEDDFVTRRISITQFKSLCENIEEEEEEKGVECCVCLCGFKEEEEV
SELVSCKHFFHRACLDNWFGNNHTTCPLCRSIL*                                              
>Atha_AT1G49220                                                                 
MSANELPSSAQAFQEQFLGGFVSRKLLLHNPFDHNTQRAFAVAPSPLITHENNLSGNVMMLLSILICGIICCLGLHYIIR
CALRRSTRFMISEPVPSLSSTRGSSNKGIKKKALRMFPVVSYSPEMNLPGLDEECVICLSDFVSGEQLRLLPKCNHGFHV
RCIDKWLQQHLTCPKCRNCLVETCQKILGDFSQADSVTAEPTEIVIVTIVPLEPTEIVIVTIAPLEPTEIVIVMIAPLEP
EGRVNTIREIS*                                                                    
>Atha_AT1G14180                                                                 
MGSLCCVAAKSDRSNSTSGDFSFGLHEPYWRTNTSFSPPSSRWDVHGLMDGISCYGSSTSSNANVLRSPDLSQALHWTPN
DFESATRRDQIVKQLPGTSRNVGIGDSEPGRNSSSRRFFLSKPVHPILHPSDNVRDTASDSADACSWSSGTPSSIDSVDV
PEPVLDWNNNSTKAQQVAASSTFKCGLCNRYLSQKSPWGSRSIVRNRDMPVTGVLSCQHVFHVECLDQSTPKIQRNDPLC
PICTKQEGEHFKSNNIVPRLKPLYEDGPSSRPWGCAQAGDCVESAVNVPPKNTMMMINRNRIRKSLSLRGNSSKDFSRKM
KRSNSVAMENLANQVSLVHSRGKEKVSW*                                                   
>Atha_AT1G68070                                                                 
MSSPESPSGSDSSTPLLRSRQSSPRRQPVIAVLLNRASGRRGASMVVRETAAQELEERRADWGYSKPVVALDMLWNTAFV
LVAIVMLLVFKEEKPNVPIRIWICGYAIQCLVHVVLVWLEFRKRNARSRPGDLEAAQATNQDSEDEDNDERFLSTKTCES
MNTIISFVWWIVGFYWLVSGGDILLQNATHLYWLTFVFLAFDVFFAIFCVVLACLIGIALCCCLPCIIALLYAVAGQEGA
SEADLSILPKYRFHTMNNDEKQSDGGGKMIPVDAASENLGNERVLLPEDADCCICLSSYEDGAELVSLPCNHHFHSTCIV
KWLKMNATCPLCKFNILKGNEQE*                                                        
>Atha_AT1G72310                                                                 
MDDNRSTHSSMFGDLSTEEVTSKIILTAIIVLFMAVLFVLILHLYAKLYWWRIDQLQQQQQQQQQEQEQEEDQSSIAPPV
VTRRQRRRFIFVPGQDALSNTGLTSFELSSLPIVFFRQDSCKDGLECSICLSELVKGDKARLLPKCNHSFHVECIDMWFQ
SHSTCPICRNTVLGPEQASSKRVEQVPDNAENAGTTNNNHDALSQLSTSSPEFPTNVLVWGRQDQVSTGNTNVGTQEDGA
AGNGASQSQEAVVLDISDSSSRNHNVSSSSSSMRFIVEEEEAKSPMTTRLRSLRRFLSRDKRVGCSNSSTSNSSSSNAVA
SVDP*                                                                           
>Atha_AT3G05200                                                                 
MRSSDHMAFAGVLPIVFLLILSSADLAASQSQPGPTNQPYNYGRLSPAMAVIVVILIAALFFMGFFSIYFRHCSGVPDAG
VSPAGGARSRATVNAAARGLDVSVVETFPTFLYSDVKTQKLGKGELECAICLNEFEDDETLRLLPKCDHVFHPHCIDAWL
EAHVTCPVCRANLAEQVAEGESVEPGGTEPDLELQQVVVNPEPVVTAPVPEQLVTSEVDSRRLPGVPVDLKRVKFSRSHT
TGHSVVQPGECTERFTLRLPEDVRKRIMKDWKLNRTNSLLVLPRGGSSRRGKPIDRSRARSDRWLFRKTPSFLWRSRDDG
SIRLGATGSVRASAVPNSTGSDSVRAGDRWAFLRNASFLWRNSSVHVPRGGVNKDGEGTSVKSTGASGSTSGSVRLPV* 
>Atha_AT3G47180                                                                 



MDNQEEEPKQPPNKLPDLALFEQANSEVALAASQANSHFAHAMHDSSPSMISMIESDEESEDEEEINENYYEYFDSNGFG
VDEDEINEFLEDQESNSNLEEEDDFLEEEDEIDPDQLSYEELIALGDFIGVENRGLTPIEISTCLNASTYVFSHNKNEID
RCVVCQMEFEERESLVVLRPCDHPYHSECITKWLETKKICPICCSEPSVS*                             
>Atha_AT3G63530                                                                 
MNGDNRPVEDAHYTETGFPYAATGSYMDFYGGAAQGPLNYDHAATMHPQDNLYWTMNTNAYKFGFSGSDNASFYGSYDMN
DHLSRMSIGRTNWDYHPMVNVADDPENTVARSVQIGDTDEHSEAEECIANEHDPDSPQVSWQDDIDPDTMTYEELVELGE
AVGTESRGLSQELIETLPTKKYKFGSIFSRKRAGERCVICQLKYKIGERQMNLPCKHVYHSECISKWLSINKVCPVCNSE
VFGEPSIH*                                                                       
>Atha_AT3G05545                                                                 
MGLGNKGNKFNFGDNDLADEASGADGDEGDGFGSVACSICLETVVKNGDRAWANLQCDHQFHLDCIGSAFNAKGVMQCPN
CRKVEKGQWLYANGCRSYPEFNVEDWVHEEDIYDIGAYSEMSFGVHWCPFGSSARLPSFEDGEFSPSSYHDLLGQQGYYT
EPAAPTAGHPCPYVTYFGPVHSPSSSSGGAAGVSDSSSFSSHWNTGSSVSGEVPTPYGFPVDPHYHGWDYHPPPPPPPQH
FSASGAHVGSPTQPTPPPAAARTSRANGSDMIRPRPPHFTRPFHGHSSSGRAGSSVASVPRTPPFPGSNARTRDRMQALQ
AYYQQSSAQSHQPDSPIVSRGPVFPSGRRPARGIASGMGSTSSSSDQAGGSGFIRFNIWERDPYMQSQQAYSVNQMDREP
NIWTSSFNEGSGSFHQRHGGGGGSS*                                                      
>Atha_AT3G18290                                                                 
MATPLPDFETARGGGAVASSSTTVLPSSVSSSSSSSRPLPVANSFSDDAEEISPILIFLFFHKAVCSELEALHRLALEFA
TGHHVDLRLLRERYRFLRSIYKHHCNAEDEVIFSALDIRVKNVAQTYSLEHKGESNLFDHLFELLNSATETDESYRRELA
RSTGALQTSVSQHLAKEQKQVFPLLIEKFKYEEQAYIVWRFLCSIPVNMLAVFLPWISSSISVDESKEMQTCLKKIVPGE
KLLQQVIFTWLGGKSNTVASCRIEDSMFQCCLDSSSSMLPCKASREQCACEGSKIGKRKYPELTNFGSSDTLHPVDEIKL
WHKSINKEMKEIADEARKIQLSGDFSDLSAFDERLQYIAEVCIFHSLAEDKIIFPAVDGEFSFSEEHDEEENQFNEFRCL
IENIKSAGASSTSAAEFYTKLCSHADQIMETIQRHFHNEEIQVLPLARKNFSFKRQQELLYQSLCIMPLRLIERVLPWLT
ASLTEDEAKNFLKNLQAGAPKSDVALVTLFSGWACKGRKAGECLSPNGNGLCPVKTLSNIKEVNLQSCNACASVPCTSRS
TKSCCQHQDKRPAKRTAVLSCEKKTTPHSTEVANGCKPSGNGRSCCVPDLGVNNNCLELGSLPAAKAMRSSSLNSAAPAL
NSSLFIWEMDSNSFGTGHAERPVATIFKFHKAISKDLEFLDVESGKLIDCDGTFIRQFIGRFHLLWGFYKAHSNAEDDIL
FPALESKETLHNVSHSYTLDHKQEEKLFGDIYSVLTELSILHEKLQSDSMMEDIAQTDTVRTDIDNGDCNKKYNELATKL
QGMCKSIKITLDQHIFLEELELWPLFDKHFSIQEQDKIVGRIIGTTGAEVLQSMLPWVTSALSEDEQNRMMDTWKQATKN
TMFDEWLNECWKGSPDSSSTETSKPSPQKDNDHQEILDQSGELFKPGWKDIFRMNQNELEAEIRKVYQDSTLDPRRKDYL
VQNWRTSRWIAAQQKLPKEAETAVNGDVELGCSPSFRDPEKQIYGCEHYKRNCKLRAACCDQLFTCRFCHDKVSDHSMDR
KLVTEMLCMRCLKVQPVGPICTTPSCDGFPMAKHYCSICKLFDDERAVYHCPFCNLCRVGEGLGIDFFHCMTCNCCLGMK
LVNHKCLEKSLETNCPICCEFLFTSSEAVRALPCGHYMHSACFQAYTCSHYTCPICGKSLGDMAVYFGMLDALLAAEELP
EEYKNRCQDILCNDCERKGTTRFHWLYHKCGSCGSYNTRVIKSETIPPDCSTSS*                         
>Atha_AT3G14970                                                                 
MVFDAVNPDPDSFVYYYPIYNDEGDFGRTQNLMFKFHLCYNLAPEVNSDGEDENPLDLETLLVDRTHEFDKGLLFSGDRE
QIQVIVCHILDLIKAPRYIDVVTELIDAILDLKKCDKISNVKEVDVVINVIVWRFPDDDDDDVDVRLAVAPASNEAVEQH
LETVVVENESWCVICMDKIRIGLDVAAGRMPCSHVFHRTCGEDWLRCSGICPVCRAMFPT*                   
>Atha_AT3G46620                                                                 
MMPNSRSATITPTTESTTTTTTTTTTLTTSYWCYSCTRFISVWEDQDANAGVLCPYCNGGFIEEIEDSSNSTVAAIPAST
PEVRSVEETHRSIIRRRRSNRRTSFNPVIVLHGGGGGGAGERVENEEGDGATRERRAYEFYYDDGSGSGLRPLPDSVSEI
LMGSGFERLLEQLSQIEASGNGIGRSGNPPASKSAIESLPRVEISDCHTKAEANCAVCTEVFEAGIEGREMPCKHIFHGD
CIVPWLSIRNSCPVCRFELPSDPIQRSNEEEHAVGMTIWRLPGGGFAVGRFNAGVREGERILPVVLTEMDGGGLGSNEGP
RRISWVRAHETPEMSRNGGRSGNGGRLRRAVRGMVSFMRRVRPSRGSSNSNVIDLDSDGETRVMNRSTSLIRRFF*    
>Atha_AT3G61550                                                                 
MSTATLVVFPPPPPVPIPTYITSLGLGYSIAIALGFLVLISTIILSSYICCRASRLRFSASAANANANASFSDRGVIVPR
IIFVAEDDDLESGNVVVGGLDHSVINSYPKFHFTKDITAVVNGDGFHDGEGRETTCSICLCEYMEEEMLRMMPECKHYFH
VYCLDAWLKLNGSCPVCRNSPLPTPQSTPQSTPLSEVVPLSQYAADRRRSRR*                           
>Atha_AT3G51325                                                                 
MKVLEKWLALLYPRVQGGEGREEECCSVCLMRMEAKDVIKSLPCSHEFHSLCVDTWFNVSRKICCPLCRFSPTTILLTDE
LLLWFSSFHF*                                                                     
>Atha_AT3G13228                                                                 
MFTVLRVDFSHKIKDDPKPEEAGIIIVNAMIYRETDTLTLTTSSSADELISDDGNECQIKMDLINILKVAGLSDYDTAHM
MYHFIPHVAEIMSSPSEGYSPGSALEVSWCLLLLDVSHIEAAVKVSLDYEIKQDPEPKDSGGTIRVNAVIKNENDILTFT
TLTFVNEFLNQDFCLVDWCNFMKEAGISDQNIPVVIYHILYVIKITSSASNGHSPGCALQVSLYLFPHDETDIEEAVQVS
FDETTNFCLGPASKLVVKSLTRKIYDKINYTGERCTICLEEFNAGGILVALPCGHDFDDECAVKWFETNHFCPLCRYELP
REEDQ*                                                                          
>Atha_AT3G60220                                                                 
MESLINPSHGGGNYDSHSSSLDSLKPSVLVIILILLMTLLISVSICFLLRCLNRCSHRSVLPLSSSSSVATVTSDSRRFS
GHRVSPETERSSVLDSLPIFKFSSVTRRSSSMNSGDCAVCLSKFEPEDQLRLLPLCCHAFHADCIDIWLVSNQTCPLCRS
PLFASESDLMKSLAVVGSNNGGGENSFRLEIGSISRRRQTPIPESVEQHRTYSIGSFDYIVDDVDSEISESNFNRGKQED
ATTTTATATAVTTNPTSFEASLAADIGNDGSRSWLKDYVDRLSRGISSRAMSFRSSGRFFTGSSRRSEELTVMDLEANHA
GEEISELFRWLSGV*                                                                 
>Atha_AT3G62690                                                                 



MGNLFDSSKTLWGNMNHGSSRYSLNGKIMLASVIILFVAVILILCFHSYARWLFRRQNRRIRRRISAHLRSLAAARDPTQ
SSSSLSPLDPTVLEKIPIFVYSVKTHESPLEECSVCLSEFEEDDEGRVLPKCGHVFHVDCIDTWFRSRSSCPLCRAPVQP
AQPVTEPEPVAAVFPSVKPIEDTEAGSSSSSDESESSTPSSSSGSPVRFPMEACEREPIDLVGIIVEIPREFQDSNSDLP
ADNGSNRRASLKRLWII*                                                              
>Atha_AT3G61180                                                                 
MNQSIPSTVSSSPTTDTMDASPLLGRNRRNRPRSSQPIRGAASRLLRRASNRRMMLREPSVRVREVAAEQLEERQSQWAY
SKPIIVLDILWNFLFVIVSIAILGFSSDEDPDVPLRLWIIGYNVQCLFHVGCVIAEYKRRRVANSPPPSGEDSSNHESLS
GSEDESDGYSINNTDDDDHGTSFTKHLESANTMFSFVWWIIGFYWVTADTEALAQSSPQLYWLCVAFLAFDVMFVVICVA
VASLIGIAVCCCLPCIIAILYALADQEGAPDEEIERLLKFKFLTVKNSEKVNGEIRETQGGIMTGLDTESQTERMLLSED
AECSICLCAYEDGVELRELPCRHHFHSLCVDKWLRINATCPLCKFNILKNGEPSGSEQV*                    
>Atha_AT3G19950                                                                 
MSSGVNSTGSAAAAPEVDKMFFCYQCNQTVTISISSSADPFCPICNQGFLEEYEDPNPNQSLNFNPNSSDSFFPMADPFS
TLLPLIFGSSAAAPSGMDFMSLFGPSMQPQARSTQQNPQSDAFDPFTFLQNHLQTLRSSGTHFEFVIENHPSDPGNRMPG
NFGDYFFGPGLEQLIQQLAENDPNRYGTPPASKSAIDALPTVKVTKDMLKSEMNQCAVCMDEFEDGSDVKQMPCKHVFHQ
DCLLPWLELHNSCPVCRFELPTDDPDYENRSQGSQGSGDGQGSVEGQQTPRFSIQLPWPFRRQDGSGSGSGAPGTGGGNL
ETRGEDLD*                                                                       
>Atha_AT3G55530                                                                 
MSFVFRGSRGDLESGFSGGFLPERRAMRVHGARPVNSNSLAFLVTVLLLFMILNSHQMPPNFLLWLVLGVFLMATTLRMY
ATCQQLQAHAQAQAAAASGLFSHTELRLHVPPSIALATRGRLQGLRLQLALLDREFDDLDYETLRALDSDNVSTTSMSEE
EINALPVHKYKVLDPENGCSLAKQASTSSSAEKMLDSANESKKGTEDELTCSVCLEQVTVGEIVRTLPCLHQFHAGCIDP
WLRQQGTCPVCKFRAHSGWQEQDEIDDDASDMV*                                              
>Atha_AT3G02340                                                                 
MASTKPDSAINLEEEAEGDGVAVDDPIFIPETTNLLVRYSPFDDRDIDCNPYFPFTGPISDSGSGSYSDSEPDPNSCPID
FFDRDSSDVDVAEYLESGGLTAGDYNIWGFYDPKEDEEEEEIVLGTSGSDLQPGDSGEQGLRVTGIDSDSDCEDGVFDFI
SEDSSGNRGNDSGRVEVGTGLPPVWDHLFGEGTVLADEEWEEVQNAINWTAFSGPEDEDEEDELSSLSRDDEEEDHELDW
QVLLTVNNVVNYIEQAEGIMLNPDDIDPDYYLYLSGLDEFDENHSGHYDADAILGQMFDDETGIRGNPPAAKSVIQDLPV
VELAVEELDKGNNVCAVCKDEMLVEEKVRRLPCSHFYHGECIIPWLGIRNTCPVCRYELPTDDLEYERHKSSERGDTGLA
RNVLPGRYS*                                                                      
>Atha_AT3G43430                                                                 
MTFFIEDTSLIISHVLYKTALIITVLRWIFAWILRYRSRSSSSSSSQSSSSPSISSQTIKESLAVSAFRDAVERSPAAIN
DMCAVCLGDLEDEDEIRELRNCTHVFHRDCIDRWLDYECCGGDDDNHRTCPLCRTPLLPSFTDYSTVTQTSWAVERLLYL
FGDDLLP*                                                                        
>Atha_AT3G18773                                                                 
MFSEHLPSSSSQVFQEHFIDSFVSRKLLQQIPFAHNAQQAHVPDKNNLSGNVLMLLSILLCGIICSLGLHYIIRCAFIRS
RSFMISDPISIPSTPRDSSVNKGIKKKALKMLPVVNYSPEINLPGVGEECVICLSDFVAGEQLRVLPKCNHGFHLRCIDK
WLTQHMTCPKCRHCLVDTCQKVLSDCDAADQVAATATESIDIRISPLEPEARVATFRESS*                   
>Atha_AT3G58720                                                                 
MNNNRNGYSSVPNQPNYSYDSDTRSSGWRVPAFSSRNAWSRSNSIVNRHLIDDPISAYSRTSISSTVDLVPPSHTRHQIP
IRNSNNLRRQHLEALRQAVHNQSTRPESSSRSSSQTNEEDEILKHLTKETYNPVPKSTLLRSLSLYYRNKNPGSESSRNT
QNLSGEEDDKRCSVCLEDFEPKETVMLTPCKHMFHEECIVPWLKTKGQCPVCRFVILKPTKQDSSPPANGSNLTGDMTTN
DLFTLELLSVVRAMEETFLFGNPRRR*                                                     
>Atha_AT3G48030                                                                 
MSSVEPDMEDLFQEKKRVRNPLVPLGALMTAGVLTAGLISFRRGNSQLGQVLMRARVVVQGATVALMVGTGYYYGDNPWK
KLLLSEIHETEALSPKSSSAATLTLMNQKDPSSSSIVSVLCLVISGLALIIVFLGVLYLIFKFLRKSSTLFPIPHFNYNP
DLFSFSSPQLQHLFFLHDSGLDQTAIDALPVFLYGNVTISLEQPFDCAVCLNEFSDTDKLRLLPVCSHAFHLHCIDTWLL
SNSTCPLCRRSLSTSNVCYNHSETLVAPLSGHQQVDDGKASLAKRVFSVRLGRFKSTNESQSQRHDVKDEIGVRMPRRCY
SMGTQQYLVCDQDFVVALSSSPREGNIGR*                                                  
>Atha_AT3G03550                                                                 
MGSTGNPNPWGTTYDSYRDCSQGVCSVYCPQWCYVIFPPPPSFYLDDEDDSSSSDFSPLLIALIGILASAFILVSYYTLI
SKYCHRRRHNSSSTSAAAINRISSDYTWQGTNNNNNNGATNPNQTIGGGGGDGLDESLIKSITVYKYRKMDGFVESSDCS
VCLSEFQENESLRLLPKCNHAFHVPCIDTWLKSHSNCPLCRAFIVTSSAVEIVDLTNQQIVTENNSISTGDDSVVVVNLD
LENSRSRNETVNEGSTPKPPEMQDSRDGEERRSASLNSGGGVVSIADILREIEDDEESAGVGTSRWVEEGEGEKTPPPSG
SAANQTNGISNFLVRSSMAAMKRSGYDRAKNYRLPK*                                           
>Atha_AT3G61460                                                                 
MGFPVGYTEVFLPKLFVQTLSILGFIRTIVFSIFRFLGLSDFLEMDQTWPDYTSYPTRIPETRSPFSALLIREILPVIKF
EELTNSGEDLPENCAVCLYEFEGEQEIRWLRNCRHIFHRSCLDRWMDHDQKTCPLCRTPFVPDEMQEEFNQRLWAASGVH
DFHCPVTELL*                                                                     
>Atha_AT3G11110                                                                 
MTSSSPSPQASMLLYWHENQYDDRNFQIHGRTLFFALALFSVVLFFALLTLYIHRNCLPRDSINLHASSPDRLTRCRSGG
LDPAEIRSLPVVLCRRERAEEEEEKECCICLGGFEEGEKMKVLPPCSHCYHCECVDRWLKTESSCPLCRVSIRVDSSS* 
>Atha_AT3G02290                                                                 
MGCVSSCFRVEDIDEYMNPNSSVYRNCPCIRCLAHNFLNLYISVFRRGETRSLPSSVQATASITSSSSHDNFLSEAFRST



PRPLPYDADPRYFRSLVSRREKGSSHSHEEVEPLRSDSDADSESFGVGGCKWANNKSTLSDKDSKEEYSSKSSLRILRSR
SKSIMADSENMYILSEDEDVCPTCLEEYTSENPKIVTKCSHHFHLSCIYEWMERSENCPVCGKVMEFNETP*        
>Atha_AT3G16720                                                                 
MNSNDQDPIPFRPEDNNFSGSKTYAMSGKIMLSAIVILFFVVILMVFLHLYARWYLLRARRRHLRRRSRNRRATMVFFTA
DPSTAATSVVASRGLDPNVIKSLPVFTFSDETHKDPIECAVCLSEFEESETGRVLPNCQHTFHVDCIDMWFHSHSTCPLC
RSLVESLAGIESTAAAREREVVIAVDSDPVLVIEPSSSSGLTDEPHGSGSSQMLREDSGRKPAAIEVPRRTFSEFEDELT
RRDSPASQSFRSPMSRMLSFTRMLSRDRRSASSPIAGAPPLSPTLSCRIQMTESDIERGGEESR*               
>Atha_AT3G20395                                                                 
MGISKMILLKFTYVVSFWITCVIFKMSRTIKRALLGSFIFILASASVVVAAIVGAIEGHTTDIGFLQGSVLGVVAGVITA
VQLFGPVLHSDQPLSKVALLRRVVNGKAIMGLVRPFVLKAYQWQIIALDTSYMESSNLYDFNHEKKGLSKSSIQNIPMFY
NRSEHQTKSSCSICLQDWEEGEVGRKLARCGHTFHMNCIDEWLLRQETCPICRDHLSHNTTST*                
>Atha_AT3G19140                                                                 
MNEDALEAVRSRTFFAILTVFYSIFRCCLAYCNKGDDDHLIHPSHSLHVIKATGINPSVLLSIPVVSFNANAFKDNIECV
VCLSKFIDEDKARVLPSCNHCFHFDFTDTWLHSDYTCPNCRKNVEEIQNHELSLSPNPNSG*                  
>Atha_AT3G62970                                                                 
MGGSASLQSDSMEAAAAADSSIPRDKDFGKFQFGCEHYKRRCKIRAPCCNLIFSCRHCHNDSANSLPDPKERHDLVRQNV
KQVVCSICQTEQEVAKVCSNCGVNMGEYFCDICKFFDDDISKEQFHCDDCGICRVGGRDKFFHCQNCGACYGMGLRDKHS
CIENSTKNSCPVCYEYLFDSVKAAHVMKCGHTMHMDCFEQMINENQYRCPICAKSMVDMSPSWHLLDFEISATEMPVEYK
FEVSILCNDCNKGSKAMFHILGHKCSDCGSYNTRRISTPQDPVSETE*                                
>Atha_AT3G54780                                                                 
MVSKWKKMKLALSLNLCNYLPRTLEEEPPSLALNSAETLSDAALLSPLNWPMTPTPSSYRRRLSRSSSKSSKTCSICLNK
MKEGCGHAIFTAECSHMFHFHCIASNVKHGNQVCPVCRAKWKEIPIQKPSLDLPYYPFDRCNNDAAISLFRCLPPSQRAI
TQGHPEPATFDDDERLEEQIVFDGETEVLKKENRDYVRMMDMKVYPEVSAVPQSKSCENFDVLVHLKAVTGDQISQYRRA
PIDLVTVLDISGSMGGTKLALLKRAMGFVIQNLGSSDRLSVIAFSSTARRLFPLTRMSDAGRQLALQAVNSLVANGGTNI
VDGLRKGAKVMEDRLERNSVASIILLSDGRDTYTTNHPDPSYKVMLPQISVHSFGFGSDHDASVMHSVSEVSGGTFSFIE
SESVIQDALAQCIGGLLSVAVQELRVEIEGVSPNVRLSSIKAGSYSSLVTGDGHSGLVDLGDLYADEERDFLVSINIPVE
EDGHTPLLKLRCLYINPLTKEITTLESHVLQIRRPEYVAEEKVVPIEVVRQRNRFLAAEAMAQARTLAEHGDLEAAVKAI
ENFRLVLAETVAAKSCDRFCVALDSELKEMQGRMRSSHMYEASGRAYILSGLSSHSWQRATARGNSRDSSSFVQAYQTPS
MAEMLRRSQAMFLVSPSHHRLIQPLLSFASQPKPR*                                            
>Atha_AT3G30460                                                                 
MAEEFHLPLNLTEPDQTPTEEDFEADTTLIDDEYLRYLHYLDSRSNHGVNTFGSYDEIFGLVLGNSSSCTRWLNAGEELP
VVEFTAEEMMERGLVVCAICREELAANERLSELPCRHYYHKECISNWLSNRNTCPLCRHNVELPNHG*            
>Atha_AT3G15070                                                                 
MRQRNMMTGSDMEQNSQSFVPHPEPRIGTNYLYPDIPPVNTVPHLEAHSLQEPYDNNSMFYGPPQYHHQHASNLGSGMST
APNFYVPYVNYEAPPSFLLSHGSNDAVVGVTSTEHERNAHFMDHGFKRKSSEVIPGNSQYPVAPCSFPQLNTSETAPFSF
PHFGTYPQPLDQRSVRNRAGAATMDPLLSHGHNNFSQGNYAAHPFPPLGSIWYDQHCNGNRSDGSSSLWSQAPAVPYMHG
NIATGSIESGNVCFPRYHETSSSRNPTPSVYQRNHYISHHPVPPPPIVYPHMPSASYAETLHPASYSHMGQVQSTGFRIN
QYPGEDFVPAAILRHRELPHFRAMPANENAFWEVGDFYNAVNYVDHHQDMRLDIEDMSYEELLALSDQIGTVKTGLSSED
VKELLKRRTSTRINLEEGPSTDLETDSCTICQENYKNEDKIATLDCMHKYHAECLKKWLVIKNVCPICKSEALVIEKKKK
LRLSSR*                                                                         
>Atha_AT3G10910                                                                 
MGRLLLEPQANAPANANPKPKGGINDTYFDTNMVIILAALLCALICALSLNSALRCVLRITRRFTSDDQVSNASNANANL
GRLAAATGLKKQALKQIPVGLYGSGIIDMKATECLICLGDFEDGEKVRVLPKCNHGFHVRCIDTWLLSRSSCPTCRQSLL
LEQPSPMAVSRRDEDMVVSIV*                                                          
>Atha_AT3G60300                                                                 
MTEEEVAMEVEALEAVYSEDCVILDSYPPHLHLHIKPRTAEISSQQVFFSPQFFFFFFGCKNSFVEAVVRFQAGSKYPDE
PPRISLIESKGLDEQRQKLLIGIVQEKASQLSSSLMLVELCEEAVERLTIMNHPEGDCPLCLYPLFPEDGGSKQMPFMKL
MSCFHCFHCECIIRWWNWLHAQEEADSKSGDTLHMRRGSTAREGNSGSADKSLGNCPVCRKIFHSSDIEHVLDLVGAQSS
LQDSSLIPGKDQDPLLQSDSENIRRERFESILKTQEEKGGLVQPKKNISVVPGMYLPPPAHASTSRNEEEEAGESQEQGE
EEPKEAESETNSSSSTNRRGRGRWRGRGRSRGRGPTVNERKPNSQDPRKPTRQWVQRAREGDK*                
>Atha_AT3G05670                                                                 
MGKRNTSWARNSNRKVRSKDKGSDESDEDYVISDEDEEESEADLKEEYASSVDGEPSFDGFNGSDAVEDEELDEVEEEDV
MLRNVEWPKVKTGPRGNRKITGCKSRKTNQVVVSDNEDVDLDDADDEDDEIRNSRNAVGKSGSLDGEKHQRIGLGKRRRV
FYEIEDEDGDYPEEDGDEEEERDVENVDSNSLHDGEDGKMALEEQDNVSHETEKEDDGDYEDEDEDDDGDEDFTADEDVS
LDEEEEEEIIACNKNALKVCKGNKRKRRSGEGRKRRKKCSVAKTRLTRGRKRRVRNTKKGVDEDDDDFVDDCLPARKKAK
TKSSRPRPRRRCTVPSDSDVASSGESDYEYTISEEEREQIREAGSLLKSSVNHASSIRQTTVNKDLPQLRKSPVKKGEKK
VELVKRDVIKNVCGICLSEEDMRRLKGTLDCCSHYFCFTCIMEWSKVESRCPLCKQRFRTISKPARSTPGVDLREVVIPV
PERDQVYQPTEEELRSYLDPYENIICTECHQGDDDGLMLLCDLCDSSAHTYCVGLGREVPEGNWYCEGCRPVALGSASSQ
THIISEQQRGSGFYSRPSPLVVSGQYQDVSLIVSPRTPFFNGENLFSPRIPNGDAQGSSPSGLGATTLSRRRTLHRHIQN
IINGDRLINMGARTGGTSSDGFVTTQIGHGRTIDPSQPVASQETGISLYAISEERLPNNNSLISAHDPELLSPKLDEFGS
EEAFRRLSNNTFLGERPIDLGFHHGLAQGDPLVSNQQRLHSHMPNTMSSMAGERLQERVKAHLKNLSSQNDLGQTTFDEI
STCSIHTILAACGLEHESSEVHLVPPPVTCTHHHMTPGSSSSSSSGSSLMKGCCYSCFDSFVEDVVKMILDTRQPHWLSL



GLH*                                                                            
>Atha_AT3G47990                                                                 
MAMRGVDFKWYDGFFLSMLATSVIIVAVNWNRYRACEYPLHIWIVVDYTTVFIFRVFMFVDNGLASGLGLDFGSQQRNAM
FCGRVVVLSVLSLLLYPFLWAWTVIGTQWFTKSKTCLPEEGQKWGFLIWLMFSYCGLLCIAFICVGKWLTRRQVHLLRAQ
QGIPISEFGILVDMIRVPDWAFEAAGQEMRGISQDAATYHPGLYLTPAQTEAVEALIQELPKFRLKAVPDDCGECLICLE
EFHIGHEVRGLPCAHNFHVECIDQWLRLNVKCPRCRCSVFPDLDLSALSNLQSSGTEQHSQVNTETSEARYIRSQPQSES
YFLRVQSLIHPVHTDTALETAENGGVPPVLTDLSPSRR*                                         
>Atha_AT3G15740                                                                 
MAFYVNDNVDNVIDVKRIYNDYDGELRKSQKLFFDFKVHYTRAEEEDDDVEEEEDFPDFDNLQTLTLEQTHEFDRDWLFG
GDGDHSLAIVYHILDSLQVPPYSAIVNTLADEIKDLKKDGAKDVERVQVKIGVTVSRFPGEDDHVDVQVQLAVAPANDEA
VEMHLETLVVENEGYCVICMDNIRVGSDVEAGRMPCSHVFHRTCGEEWLRNSGICPVCRALFPA*               
>Atha_AT3G10815                                                                 
MTTTRRKNTHWCHTCRRGIHLQGEGRREGACIYCGNTFLERLYENVELSPFDLFGLAYEEARNRRNNRRSVIGEQLSFEE
LFNRLPALQDRRGPPPASLAAINSLQKIKIRQKHLGLDPYCPVCQDQFEIGSDARKMPCKHIYHSECILPWLVQRNTCPV
CRKELPQDRNNSRKNPLWHLWPFRSSGLASNHNGSSPFH*                                        
>Atha_AT3G14320                                                                 
MKESDAVILIHLGINIVFAFFFFGISAVVVSCIIKCYNTHDDDHDHDNNNDGHVSITIKERVGIKPYVLRSIPIVDFNTK
DFKYVLECVVCLSELADGDKARVLPSCDHWFHVECIDSWLQSNSTCPICRKRVCLKQSRTRPELGGRDKSFNQNHDQTSE
HHEFSTDPPTNTDTAIIEDGGCGEANEGQPELTAVVIDIPAKEI*                                   
>Atha_AT3G60966                                                                 
MLTQSVYRVCEYITVSILITSVAVFSERFATLIVTSPWRRHRTFTFRRWRAAENDDSSPPFCAVCLQEAEEGEKMRRLTI
CRHCFHADCIDTWLSEMSKCPLCRAQIPPLPPASPMLLLFFPAGVIDLFSKKESRRVAL*                    
>Atha_AT3G18930                                                                 
MRFVAPPPRSGDNSPSPSPSSGISEEILSRSSDPPLEFSPPLIAMVVVLAAAFLFVTYSRLISRRFLSPLFRRFRRWRCR
RRRLLHLSSASSASTSSSDLRSFSPFPFDSFHYSSYSPYGLDDSVIKTLPLFLYSAAACTGKPAVGKTSAANCRDCAVCL
LEFEEGDYVRTLPLCFHAFHLECIDEWLRSHPNCPLCRTAILGSAGVLTPMSPFVPLMAPRIRPSLDDEENNAIIIRGEI
TPSRSNWNTIAADTTNDQEIRASVEEQSSPAISRFRELKRSYSFECERESESERVTMEPATVSPWRYRRSTWNKRQSPFG
NLISKSRVFSFRYYRSTKSPFFRRRSSAGVFYPISERIPATGSSSRRTKSMTSPMFFRTAPHSSSRLRCGDPEALLSPER
WRRRDTCRAEM*                                                                    
>Atha_AT3G60080                                                                 
MSSSTTTTTTVHGEPERRTYWCHECDMSLSLLSSSDSDSDSSPLLCPQCRVDFLERMDHDSSSSNLFDVTIGDFEEQDGE
NDDEDDEEDWCFVDPAVNSDDNFLLDSPYLHRLLRHLASDNSGSSSSSSSSSSSSLLKSSDIDSIPTIQISSSLLCSTDD
SDPDSVLLCAVCKEDFIIGESARRLPCSHIYHSDCIVPWLSDHNSCPLCRFELPTTAKVGIGGSEAEMRIRLSDLATIAA
DGDDVEDDWLGIRNALRRLARRHEQMRLGVGEMERNLARTVSGLGIGMRRREEIEADRSNVTTTPL*             
>Atha_AT3G56580                                                                 
MSSIRNTHWCHRCQRAVWLRARDAVCSYCGGGFVEEIDIGPSRAHRDVERDPTFDLMEAFSAFMRSRLAERSYDREISGR
LGSAGSESFSNLAPLLIFGGQAPFRLAGGDNSSVEAFVNGAAPGIGIARGTNAGDYFFGPGLEELIEQLSSGTHHRGPPP
APKSSIDALPTIKITQKHLKSSDSHCPVCKDEFELKSEAKQMPCHHIYHSDCIVPWLVQHNSCPVCRKELPSRGSSSSTQ
SSQNRSTNGRENSRRRNIFSNLWPFRSSSSSSTQNRRDTNNTATAEEGHYHHHQQQQQQHQHQHQQQQSHMGYSGWPFDY
*                                                                               
>Atha_AT3G19910                                                                 
MPMENDNGPHVGNVVVTAEQATKINETDGRLPENRQTGVVSDTGSGSERGEQGVGESAVAVAVPVEESGSISVGELPAPR
SSSARVPFTNLSQIDADLALARTLQEQERAYMMLTMNSEISDYGSWETGSYVYDEDEFDDPENEDEDDDEDEYETDDDPQ
EDGLDVNVHANEDDQEDDGNSDIEEVAYTDDEAYARALQEAEERDMAARLSALSGLANRVVEDLEDESHTSQDAWDEMDP
DELSYEELLALGDIVGTESRGLSADTIASLPSKRYKEGDNQNGTNESCVICRLDYEDDEDLILLPCKHSYHSECINNWLK
INKVCPVCSAEVSTSTSGQS*                                                           
>Atha_AT3G16090                                                                 
MIRLRTYAGLSFMATLAVIYHAFSSRGQFYPATVYLSTSKISLVLLLNMCLVLMLSLWHLVKFVFLGSLREAEVERLNEQ
AWRELMEILFAITIFRQDFSSGFLPLVVTLLLIKALHWLAQKRVEYIETTPSVSKLSHFRIVSFMGFLLLVDSLFMYSSI
RHLIQSRQASVSLFFSFEYMILATTTVAIFVKYVFYVTDMLMDGQWEKKPVYTFYLELIRDLLHLSMYICFFFVIFMNYG
VPLHLLRELYETFRNFQIRVSDYLRYRKITSNMNDRFPDATPEELTASDATCIICREEMTNAKKLICGHLFHVHCLRSWL
ERQQTCPTCRALVVPPENATSAAPGQRELHQGSQQGTSSSGNQGSEISSSAGVSNNSLSRHHARLQAAASAASVYGKSMV
YPSANTVAWSSGVPGTEQVSTEPDQTLPQHNLPVENSHAYANMSETKLEEMRKSLETHLEILRNRLHFLETRKPESAGEP
ENKGKSVADAAE*                                                                   
>Atha_AT3G13430                                                                 
MEDASETSYWCHMCSRSVIPLIQDEIIKCNFCQSGFVEEMDNNDDHQAADSLWTPILMEMMNNNHDQHSTNQEDSESILE
DEDEDEDDGDDGDQNNDGEIDITHQLEEIRRIRTRHSTAIVNLLQGIRAGLLIESENNEDNPDNSELVVLINSFNQRIRV
HQDSVDTTSVPSGSLGDYFIGPGFETLLQRLAENDLNNRYGTPPATKEAVEALAMVKIEDSLLQCSVCLDDFEIGMEAKE
MPCKHKFHSDCLLPWLELHSSCPVCRYLLPTGDDDEPKTDAETSRNDDNNEDISNASMASNGSSPDSSSNNSSVN*    
>Atha_AT3G28620                                                                 
METESFKLDVHVQALSQDQSLGFVSTVLISQYREVEEFLINEKDDTVTSLGSYPEDSSTSHDPLISLKLPSFKPNDVYQR
LQTHLHDHDLSEQLSYKIVQAQQRQKRQSFYLPQQRPLFMIVSVKLTHKVYNVVSCDSAPLATDFDQESQQEEEEESKTC



AICLENLLRSEDYCEMPTCSHYFHEPCLTEWLTRDNNSCPLCRKPVDKLHS*                            
>Atha_AT5G37230                                                                 
MDTYSNWESVEITTTAMILPQDQGFRNTVFVNLHDVVNELAEDQNGVVICLGTFAAPLMTKIELKPSCLSSHHIYQDLDK
FITHTEFCRLLSERIVLDCAHIPQPFSVSFYVRVTRDVMLPSIVVRSRDMFQRLLEEQTMELTNLGDEEETTCSICMEDF
SESHDDNIILLPDCFHLFHQSCIFKWLKRQRSCPLCRRVPYEEDLETE*                               
>Atha_AT5G19430                                                                 
MSSVTEIVSEQQVIDGIQDLALQNQDKKKIQEEIHEPSFGNHGGCCAICLSEIPLQETAMVKGCEHTYCVTCILRWASCK
ESPTCPQCKHPFDFLSVHRALDGSIEDFLFEESVCLLLRASWFVPLDVVEQASYSHGYHDDFDIPYDYEDEDDDLDEFYL
HGSSLRIGNRRWGGNGFVRSGRQEARPVQRYSGSGSSSSSSSGSSSSEPKDKQVKTTNTTGRRAKRAMKREAANKAAEVT
AAAKHEAHLVRLGRK*                                                                
>Atha_AT5G53910                                                                 
MEATPVFNYHIDVNPERKKIGTIQVYVSFVGSANMSPILTRSNFSCSLPANELTDDEDSPHKQRLYYFLTDSAVDSQDAY
TLILKLTQLARDLTSNSFEYCPRYALSVWLTLDVAPLNEYERNSEYRPASNLRVGALSRRIYKRKQKTSSIANKSTRYMR
KRETYSSGEYKCAICFQEFKTGREVATLLCGHEFDNKCIMEWFKVRYNCPLCRFELPREDDHIPQRTTDL*         
>Atha_AT5G05530                                                                 
MQKQNNRRVFFYPVTFSPRFHSNSASHFSITLATFRRDIYRPITGKERLFGQTSLGRPLQLKFEISSEFLAASDVETCLR
HVSLVLADVEPRIREILVLYGIQLIGESRGRAFELKAEAEDVEYHLMEESKGWTTCIPAKSITPVNECTICLEELCHDEE
SIETHDCCHVFHKLCLWRWIRTKSSCPLCRHPIYSRPKF*                                        
>Atha_AT5G05810                                                                 
MPGIAVVIAVLTAFFSLTFLLLLYVKHCKRRNGSVYVNHPQRFAITRYGGGYYNGGGVVGGRKNSGIDRSVIESLPVFRF
GALSGHKDGLECAVCLARFEPTEVLRLLPKCKHAFHVECVDTWLDAHSTCPLCRYRVDPEDILLIGDCNSWFELQFSKDE
SNSVNNNPPGLTRFIPVSRISGRHSSAGERASRLNEIRTSSSYKSNPMSFRRSLDSSLKVNDAGEEKSESVAVNCLDRLQ
RKDGLLLIPNRESFEGRFEHRIIISGGNRDDQRWSEVRPSDLLYLRSEMILSDCRKLAAAEGGRDVINGRSVSELTGIER
RRRWGGEPRQRQATAVISRWLAWSHRASASSIV*                                              
>Atha_AT5G48655                                                                 
MNTSEVRVPRGNRRRKAVIDLNAVPVDQEGTSASVRTLTVPITPSQPAPTMIDVDAIEDDVIESSASAFAEAKSKSRNAR
RRPLMVDVESGGTTRFPANISNKRRRIPSSESVIDCEHASVNDEVNMSSRVSRSKAPAPPPEEPKFTCPICMCPFTEEMS
TKCGHIFCKGCIKMAISRQGKCPTCRKKVTAKELIRVFLPTTR*                                    
>Atha_AT5G45290                                                                 
MGSGRSKSCLGSSAMAREASDVAQPPPSSSSGGGRRRRSKSLFCGLHSSCLASSSTSHYSDDDNDEQVCNGWMRKSHGSV
TRRRMESRRDASDCYDKELKDDKKSENERHCDELELDDECGVEEEEEEASVSNVQMRNVSGSIQESSTPGRVFSHFKFIP
GNISSRLSRASSSRSFNTTYPVSSSHREDGVTSPSESAIRLNDRVESPRIPVIDNVVRDIDAMRFGEDGSLRSPRVVNGM
DSTYAGLLDRRHVVREPSIERNVRFSRTLSVGRLRDRVLRRSSLSDFAFRPSPHQGEEDTDLFSAETAAAEDAPVTSTSI
LNRSASSIRRTLFGIQDHETPAALVREGRYQGLLEHRSDFLERRRRIRSQVRALQRLGSRFENVAVHHDRSCVLSGQDQA
GRCTCRAVTNRGSTTATTDETNARASISRIVLLAEALFEVLDEIHQQSVVLSSQQPSVSSIGSVPAPNDVVDLLPIKLYT
KSQSEDPSQCYICLVEYEEADSIRTLPCHHEFHKTCVDKWLKEIHSRVCPLCRGDICRHDPSSEQH*             
>Atha_AT5G22000                                                                 
MEVRVSTTTSEGHLTSAAAFVEGGIQDACDDACSICLESFCESDPSTLTSCKHEYHLQCILEWCQRSSQCPMCWQSISLK
DPTSQELLEAVEQERNFRFNPTRNATIFRHPTLGDFELQHLPVGVDNAEIEERIIQHLAAAAAMGRARHGVRREGHRSRS
SSQGHQQFMVFSSQPNASSPPPHPPMPSSPSQRDESDTVSNLPHNALGEGSHQSNTQPPTSSHPRQVSPSASDSNSRPLN
QSSPSEQDRAGPSELQSFSESLKSRLNAVSTRYKESISKNTRNWKDRLFSRNTSMADLGSEVKREVSAGIATVSRMMERL
ETRENSRPSTASVSDVSENHTPETNNEHNRAAAGDEHSVNERGVKETCATGSGSS*                        
>Atha_AT5G43420                                                                 
MDLSNRRNPLRDLSFPPPPPPPIFHRASSTGTSFPILAVAVIGILATAFLLVSYYVFVIKCCLNWHRIDILGRFSLSRRR
RNDQDPLMVYSPELRSRGLDESVIRAIPIFKFKKRYDQNDGVFTGEGEEEEEKRSQECSVCLSEFQDEEKLRIIPNCSHL
FHIDCIDVWLQNNANCPLCRTRVSCDTSFPPDRVSAPSTSPENLVMLRGENEYVVIELGSSIGSDRDSPRHGRLLTGQER
SNSGYLLNENTQNSISPSPKKLDRGGLPRKFRKLHKMTSMGDECIDIRRGKDEQFGSIQPIRRSISMDSSADRQLYLAVQ
EAIRKNREVLVVGDGGGCSSSSGNVSNSKVKRSFFSFGSSRRSRSSSKLPLYFEP*                        
>Atha_AT5G64920                                                                 
MSDAPSSSPDATASHWCYHCNKRVVVETLDDFVVCCECNKGFVESIQPTPAAYSSPAPPQPLSPDLNVEDSSIGSHFLQM
LRLLAHAPSQRSPPRHLDVLSYEDDFFRLELNSRNEIDDDEDEDEDDGDEEEEDEEENLTVNDEEDEEDDLRRRNRFPLT
TTQSRTGRNRILDWAEILMGIEDNSIEFRMESDRYAGNPADYIDDAAGYEALLQNLAEGDGGGGGGRRGAPPAAKSAIEA
LETFEVSSSEGEMVMVCAVCKDGMVMGETGKKLPCGHCYHGDCIVPWLGTRNSCPVCRFQLETDDAEYEEERKKRTSTVS
DSAAASSSSSTSRY*                                                                 
>Atha_AT5G41430                                                                 
MIESMPSLDVSSIVVTGAILIVLFTLYIISDSCNKYIQPPTELALETHQNSHPSLPPLPVPLPLPLPQPQPQPQQDNETG
HLMPLHSQLEFKIGYRASIEEMEFKDIEKEGFDEIGCSICLEELEDGHEIIRIKKCRHVFHRSCIDSWLKQNRSCPNCRC
F*                                                                              
>Atha_AT5G07040                                                                 
MSPISPPASGVGLGYGIAIAVSILVLISFIMLASYICIRSKSTGRDEATSDVVLDLPSPAAEVKLGLDRPVIESYPRIVL
GDSRRLPRPNNGPCSICLCDYEAREPVRCIPECNHCFHTDCVDEWLRTSATCPLCRNSPAPSRLATPLSDLVPLAFQIR*
>Atha_AT5G42940                                                                 



MQGERASLGYLSEALNFEHGSSSSNGVIDHWENIHSLGDNDLQDYMIANSESNTSLANSVYHEQQGLRRFSLGEASSSGT
KDEASSHNEQRMETRCFDGRGNEIIDLDPVFAQPSGTNQPVQNVNLNAEYIEIHEDINPYRGRSGFIEANGPGTRVSQPG
RSFEENGVGTGSSVEGRRASCKRKALEGSISQSSSGGYHDFQRGESSSWTPGSTVFRPGNGLNISGSLDNGPRGMVSGTV
PNFPVSAPNFPVSAIAESSSRNICVRSNPSDHQETVNPSTFAAGTVVRRPVPPSQLNLSRHLPADQHSLDLRPGQSFVVS
RNPNSTPVSIPPGSRTMLPPFRWTGSSLVGGTSNSTAPVERNLHLDETRSRSIPGNTLEIPMFAAPEVGNFARSQSSRNV
TNGNLNSASSVSRTGSTTSVPPPPPPSSNLAWTSYQNSPHYQRRRTERSELARRSLLSSLAADATNQRSGDHPTLRSLAP
PASSDGLVLQPGGDNSQMHNRAYSRAGPLFDRQGDSVVGIPHPLRALAAASRGRSRLMVSQMQNVLDVMRRDANNNNLRL
EDVMLLNHSVLFDGATGHDRYRDMRLDVDNMSYEELLALEERIGDVCTGVNEETISNRLKQRKYKSNTKSPQDAEPCCVC
QEEYTEGEDMGTLECGHEFHSQCIKEWLKQKNLCPICKTTGLNTAKKRRIA*                            
>Atha_AT5G58580                                                                 
MSEEDGGSMSVKSSLSSFLKILSSYNSNVLLAALVFLLLVVLFVLLLHFYARFFWSPSHQDFSAAARHRRRRRRNRRRTV
TTTRIIPSLPLGGFDDGVSSPAATATRDDKGLDSSVISSIPLFVYEENEEEEDEEEECVICLGLWEAGDFGRKLRNCGHG
FHVECIDMWLSSHSTCPLCRSPVLAAVSDEENLKLAVNAVEEEAEVRLQMSPAGENESNVSGDRRVSLSLSVMEDDLKTG
DDDGEEEVRIEVFDDDEEINDGGTRSDRRRSMSMTSSASSSLMRMLSSSSSRSERNKVFPTARQDSSK*           
>Atha_AT5G65683                                                                 
MVFGWRKAFCTSVSSNQDKPQQHSSLHTTDPPIPTPRFRSKFGFLSNPSTPRLRSRGGSGTGCRSSASTSVTIPSLPTSP
KLHCRTTSNATPRTSNSSSPKFFSNPSSPKSSSSSSSQGGGGVSLLRATLLLNKSNSSRCAICLQRVNSNQSNSTAAIFT
AECSHSFHLSCVNGLEDKRCPFCSAAWNHAPKSNYPAVNNNFGSDPIRRPEIREIKTGKSLRVYNDDEPLAYSPVSLAQI
NTIHESDENDDVEDDDDFPGFFRDSSITSDMVPSISGNLEVKLLPESAVVETGKKKETHVVIMKLKASPSPSSITDAIKA
RRPSIDLVTVLDLSNGGANLQTVKHAMRSVISLLREMDRLSIVVFSTGSKRLMPLRRMTAKGRRSARRMVDALGGMETTG
GVGMSVNDALKKAVKVVEDRREKNPSTSIFVLSDGQDQPEAVLKAKLNATRIPFVVSTTRFSRPEIPVHSVYIASPGALL
HAPLRDAFTERIASLLNVTLHNVKLNLSLVNGSHLTEISSVYSLTGRLENFGSGSVIQVGDLFAEEEREFLVELKVPTSS
SGSHQVMSVQSSIVDQMTHQPMTCPKEKRFLIPRPQSVRYVSSSIERLRNLHSMCRAVADSRRLIEREDLSGAYQVLTTA
RSNASHSDDSLRSLEVELNELSRIKPRNSILNRTEDKPEQLTPTSAWRAAEKLAKVAIMRKHLNRVSDMHGLENARF*  
>Atha_AT5G55970                                                                 
MNTRYSNQPELSSSNITITISSSALLSSSPRGDNSHVAAANGQERSPSSFYIRLAMKVSRARWFIFLRRVFHYQNGSRSD
LGSNPFNSSTWMMSELIALLVQLTVITFTLAISKEERPIWPVRLWITGYDVGCLLNLMLLYGRYRQLDINQGNGFVLGDV
EQQQRGREETRSSHLMNKCRTSLELFFAIWFVIGNVWVFDSRFGSFHHAPKLHVLCVSLLAWNAICYSFPFLLFLFLCCL
VPLISSLLGYNMNMGSSDRAASDDQISSLPSWKFKRIDDSASDSDSDSATVTDDPECCICLAKYKDKEEVRKLPCSHKFH
SKCVDQWLRIISCCPLCKQDLPR*                                                        
>Atha_AT5G46650                                                                 
MPIAKPINQNTTVPYPPQHYSKPPLVIILTVILLVVFFIGFFAIYFCKCFYHTLTEAWNHHYHNGLPENQIQAQQEPVQP
PVNPGLEPHIIQSYPLFPFSSVKDLREDKYGLECAICLLEFEEEHILLRLLTTCYHVFHQECIDQWLESNKTCPVCRRNL
DPNAPENIKELIIEVIQENAHENRDQEQTSTSNEVMLSRQSSGNNERKIETLPDKFSRSKTTGHSIVRNKPEEEDRYTLR
LPDHVKIKVTRRHNNNQTESCISFGELVRNREGRFGEVSGQSLVPESGS*                              
>Atha_AT5G51450                                                                 
MGITYLHISVATTALSFVGLQVWTELSLDRLRADGIITKNISLGNSENTLELLLSSHTTIALLASFVLNIYILLVLSLKT
LFFGDLYAIETRKLVERLANYIIYKGTFLPFVVPRTVFQGVLWTIWLTVLCTLKMFQALARDRLDRLNASPSSTPWTYFR
VYSALFMVLSTDLCWIKLSLMIYNTVGSSVYLLLLFEPCGIAFETLQALLIHGFQLLDMWINHLAVKNSDCQRSKFYDSM
TAGSLLEWKGLLNRNLGFFLDMATLVMALGHYLHIWWLHGMAFHLVDAVLFLNIRALLSSILKRIKGYIKLRVALGALHA
ALLDATSEELRDYDDECAICREPMAKAKRLHCNHLFHLGCLRSWLDQGLNEVYSCPTCRKPLFVGRTESEANPSRGEVSS
DEHLARQFERQNNSVHALTTGMFPTETPNFTESDPWRLAFLNGISSSHLFLMPYRNSEVDPSWLQTWSDQGVDVVGSSAG
SRSVGLGQVQLMMRHLASVGEGSAQTTLDDASWGLWPMNPSQASTSSTYVPPGAGGRTGGLHLRTVSRAANNMASILAMA
ETVREVLPHVPDEIIFQDLQRTNSVSVTVNNLLQM*                                            
>Atha_AT5G15790                                                                 
MGCVSSCFGVDDFEDYPNPSSSVNRSCPCPRCLVNNFLNLYISLFRRGETRSLPSSLQATNVSIATSTSYDNFMSNTFHS
TPRPLPYDADPRYFRSRRDSLVSRRDKGSSHSHEEAEPLRSDADVDSESFSVEGSKWANKLIISGEDSKEEFSRSSRRIL
QSRTMSTSNEGLYITSDDEDVCPTCLEEYISENPKIVTKCSHHFHLSCIYEWMERSENCPVCGKVMEFHETP*       
>Atha_AT5G52150                                                                 
MSQSLNQDAIDEAIALDLQFDDLYLTINDQYIALKIKQNEEAMSIQADEDYAKMLQLQEDEETAKTLHAMEENPPNIPQS
DVPSTSRDTSGLNDGDRRQDQPTLVVNQTAIENNNPGNGSGESTEVVNKEGLPENIISGLPTQKYSRKTWWWSKKTFVPD
RKECSICIADYEKGDKITILPCKHAFHKDCIANWLKENKV*                                       
>Atha_AT5G67120                                                                 
MDPNEDNSEIPDSPFSFMWLLFGDDWDLWDTYSPVDADDISPDPTLDVNGDGPAIEPGSLLRTISWETTFEQDSLQSWND
EQSETTSVVEYTDVSSHGNTFTNEEETLERYWRNWLQSSTNEQSETGSQEEYTNASSHGGTFIYEEETLEQYWRNWLQSS
TNEQFETESLEEYTNPSSHGDIFTYEELLSITDETGDERTGLSEEVIDENLIRRKYEKRSDDETKRCVICQQKLKDNEEV
SKLGCGHDFHFGCIKNWLMVTNKCPLCNREVV*                                               
>Atha_AT5G20885                                                                 
MSFFIEDSGLIVTQLLYKMAVLITVLRWILAWILRYRSRSRSTSSSTSACPSISSQAIKESLSVTTFRDAAERSPAMIND
TCAVCLGDLEDGDEVRELRNCSHMFHRECIDRWLDYECCGGDENNEGEEDNHRTCPLCRTPLLAANTTSCGDWPTKNEPS
WAVERLLYLFGDDLHV*                                                               
>Atha_AT5G47610                                                                 



MRLLVAEAASPLSSAATPTCNSHTCRWKPYSNSTDFTANASVLLILVISALICALSLYAAIRCFLRPTLETEDDHKPDPE
AAASSTPTTPTLVYSSDLELAGAEAECAICLSEFEQGESIQVLEKCQHGFHVKCIHKWLSTRSSCPTCRTSIFSQHSETP
SSHINA*                                                                         
>Atha_AT5G66160                                                                 
MRLVVSSCLLVAAPFLSSLLRVSLATVVLNSISASFADLPAKFDGSVTKNGICGALYVADPLDGCSPLLHAAASNWTQHR
TTKFALIIRGECSFEDKLLNAQNSGFQAVIVYDNIDNEDLIVMKVNPQDITVDAVFVSNVAGEILRKYARGRDGECCLNP
PDRGSAWTVLAISFFSLLLIVTFLLIAFFAPRHWTQWRGRHTRTIRLDAKLVHTLPCFTFTDSAHHKAGETCAICLEDYR
FGESLRLLPCQHAFHLNCIDSWLTKWGTSCPVCKHDIRTETMSSEVHKRESPRTDTSTSRFAFAQSSQSR*         
>Atha_AT5G27420                                                                 
MDPIKHISLPVLVLFLLLSVSAGQPGTPDQRHDPYAYSGSLSPAMAVVVVVVIAALFFMGFFTVYIRHCTGAVDGSVTPA
GGARRRVTNATVARGLDAETIETFPTFVYSEVKTQKIGKGALECAICLNEFEDDETLRLLPKCDHVFHPHCIGAWLQGHV
TCPVCRTNLAEQTPEPEVVVETDLEAQQQSAVPVPVVELPRVKFPRSHTTGHSVVLPGESTDRFTLRVPEELRKKIMANW
KLNRSNSVFVLPRGGSSRSGKQVDRSRAKSDRWLFRKTPSFLWRNRDDGSIRLGGTGSVRGNSVTSPSGDSVRADRWAFL
RNPSFLWRNTTPVPSPRVEVNNKDGEGTSSVQHIGTVGSTSGSLRLPV*                               
>Atha_AT5G41450                                                                 
MMESPPSDNLDFFSTVLFLFIYMVFPIAITVIFIYKLCIDLSQQPPTEIARETHQNSHPPPDQLQQDIETGHVTLPQPQQ
NIAVGYMTWIHETTILEFKDIKEGSNKIFCPICLEEFEDGHEIIRINMCRHVFHRFCIDPWLNQNLTCPNCRCSLTARKR
KEGE*                                                                           
>Atha_AT5G05910                                                                 
MRSFPPSPAPASIENNTHHHLHEDFTLMVIVFVLYGIVAIRYATFNDGCRGTNLRFQRPQPPLPLPQPQPPMCPREIAAM
IKDIVVDVELCCPICLEDLKKVDNDDDKVVVCLSKCNHSFHMNCIFSWLRESQDCPICRSTVYRGGVTLIK*        
>Atha_AT5G59550                                                                 
MPSTPTTPTTTTPITASYWCYSCTRFVSVWADQGTTTVGSVACPHCDGGFIEQINDSSSAATELTIPASTEVRSINNNRR
SVIRRRRSGRRPSFNPVIVLQGGAGEREEGEEGDAARDRRAFEFYYDDGSGSGLRPLPDSVSEILMGSGFERLLEQLSQI
EASATGIGRSGNPPASKSAIESLPRVEISDCHIGSEANCAVCTEIFETETEAREMPCKHLFHDDCIVPWLSIRNSCPVCR
FELPSEPNRRSNNNEEDNAVGMTIWRLPGGGFAVGRFNAAMRDGERVLPVVLTEMDGGGIGNSQDGPRRISWVRSHGTLE
SDSNGTGSGSGSGGRLRRMVRGMVSLMRRVRPNRSSSSSSAAISTSSDNLDLNIEVESRVLDRSNSVMRRYFRRNRSNRD
SSSSVLH*                                                                        
>Atha_AT5G52140                                                                 
MSRLVNQSSVDENIAVYLQNELSELTVNDYAIGREIQQQYQNKSICNDAAIALEIQKEEEACVHSCLHDDEGLARTLQDL
EANLQPSLSDDEKLARYLQEHDELANNTEDDIQETHHHQYHPMQVNRSYIPQRDAPSSSRAIFHYDDGENFSGRYTHTHS
PSSISHNPTDDENNDPENMTYEELTELGDSVGDVGKGLSQERISRLRTHKYGTKTKSWYCLHMKKKFVADDSQCSICLME
YAKGDKITTLPCKHIYHKDCISQWLKQNKVCCICKAEVYP*                                       
>Atha_AT5G01960                                                                 
METPGASHDSFRGSPRRNSILSASNIIQAPISTLLEYSGLFRARPSPSHEAETLVSDDSSGLSNGEVAIRIIGNTEQDAE
TDTNALREPGHSELLGSSATQVDPMGGASEGASQAAPGDPAAGDAASRDSPYQRYDIQQAARWIEQILPFSLLLLVVFIR
QHLQGFFVAIWIAAVMFKSNDILKKQTALKGERHISALIGISVAFTAHVVGVYWWFRKDDLLYPLIMLPPKSIPPFWHAI
FIIVVNDTLVRQASMIFKCFLLMYYKNSRGRNYRKQGQLLTLVEYFMLLYRSLLPTPVWYRFFLNKDYGSLFSSLMTGLY
LTFKLTSVVEKVQSFFTALKALSRKEVHYGSYATTEQVNAAGDLCAICQEKMHTPILLRCKHMFCEDCVSEWFERERTCP
LCRALVKPADLKSFGDGSTSLFFQIF*                                                     
>Atha_AT5G15820                                                                 
MSSAKLFGCSINVNVEAEEEEGGDGGSSTNVEVSRSGNQPDCEAMSFSNQMEIGVRNTYYQFLESNSDSGSDSMYAEPEF
IDFFDRESYEVDTVREVCVSSNQRVSTPGYFNIWDQDVDLGLGIGLGSRSGSGQLPGDSGGVGVEVGRGVTPVEYNLFGE
EAMVVDEVLEWENFNNAIHLVQEPAYASMEGEEEEEEDEVVMEFAASIYSDAWEILLYDNMTNSAPMDLDVEVWLDSVDG
YAPMDYNAIIGQMFDNETGIKGTPPASKSVVDGLPDVELTIEELSSVSIVCAICKDEVVFKEKVKRLPCKHYYHGECIIP
WLGIRNTCPVCRHELPTDDLEYERKRRA*                                                   
>Atha_AT5G03450                                                                 
MPPRRSYPFSGHGGTIARFIEFGEAFGHYGEEEDEEEEDEEEAYVDYGEVQEEDEEEEEEEDSERQTREYIDVLDSPVRV
SQNESEGIENQNRSQGVCSSSSGSQEDVEWKQGDTEGLSCSICMEVWTSGGQHQVCCLPCGHLYGYSCINKWFQQRRSGG
KCPLCNKICSLRDVRKIYASRVAAVDDEAHKRILFLEAKLRSIEQKTASWSNKEVQWKITEAELRLEVTKLKKKIANMES
TTKGSQSQSNVASQEKYIPAHNIYQEHHGQSPSCSFRHQGDLLINGGRIFDIDGGRQILLYARRLSGVGGTFVLTQMSLH
SPCEIDDILLPRTTRAIKDLHLSPHNNGLAVFGSLGKKLSVISLESHNTVLSYDLPAAPWSCSWDLKSSHHIYAGLQNGM
VLIFDMRQTTGPFASMTGLTTNPVHTVHHLSGNSTPTSDVRTLLSASSIGLCQWNISGSEGSPSLVSETGNPGVCISSSY
CPRSNHIVASYRPRVGSSDDTVPTQPSLTQTGVSNSNSNGVDGFHVCHKRRGVDSYYQKLSSTQAIVDPIRLPRTAIIDF
GGERKQLFASCDESTRELILQDPSTFTISQRLPLSSHLPLQDVKYCHVNGSDLLGLLTDDRLQILRNESP*         
>Atha_AT5G37250                                                                 
MILPQDQGFRNTVFVNLQDVVNELAEDQNGVVMCLGTFAAPLMTKIELKPSCLSSHHIYQDLDEFITHTEFCRLLSERIV
LDCAHIPQPFSVSLYVEVTRDVMFSSIAVRSTDTFQRLLEEQTMELTDLGDEEETTCSICLEDFSESHDDNIILLPDCFH
LFHQNCIFEWLKRQRSCPLCRRVPYEEDLETE*                                               
>Atha_AT5G41350                                                                 
MGGCCCCSSSRRADVDNGPAYYYYPRATEERVPLSSAHNRTSSAISTGVVVVDTNLETSSPDAYIPPPLPTPFDVPIGIP
QTPASGEEATCVDIREVSVDSANTESAQETVDGITLGVPTTCSHKETDSKIQTEIDLESTEEIDPKLSKAVFIPIEEEED



CPICLEEYDIENPKLVAKCDHHFHLACILEWMERSETCPVCNKEMVFDSTLD*                           
>Atha_AT5G07225                                                                 
MGDSQSSSGYNYFFGEADEITRKIEEYQRERGRVNNSPVHVLDNSPMITYHHQNQPTMSTHYYNPNSSEHYTSQDISRSG
YHHQFQNQPNTRHRQCFKCWISWLMLMPRRLFVPRSIPTLMPYNDSPHSFSGYEHLEDESNQHSLDEIIERIEERERGNT
SVGEGLTEGQISQLPTIKFKPSLEDKMCMICHSDYVRGDKLTILPCTHKYHKDCISHWLQNSKLCCVCQREVIV*     
>Atha_AT5G42200                                                                 
MHYTRISPALVPSLSPTAAAESSGGGTMIATVFMALLLPCVGMCIVFLIYLFLLWCSTRRRIERLRFAEPVKPVTGKGLS
VLELEKIPKLTGRELAVIARSTECAVCLEDIESGQSTRLVPGCNHGFHQLCADTWLSNHTVCPVCRAELAPNLPQCNENQ
SPC*                                                                            
>Atha_AT5G63750                                                                 
MENNREGPYSVLTRDQLKGNMKKQIAEISEIFSLSKPDATVLLMFLRWDSHEVSEFLVENNEKVLSESGLKPVVVDPNQD
LYKISSCGICFKTCDDGDYLISTPFCSHMFCKSCWRKYLEKNFYLVEKTQTRISCPHGACQAAVGPDTIQKLTVCDQEMY
VEYILRSYIEGNKVLEIKYCPAQDCNYVIEFHQKNHDGADQEDYGFNVVCLCGHIFCWRCMLESHKPVTCNNASDWLFRD
LNSLSKESGEKPLSLSSFETREKTYPLSSIKATKKVCPHCLRPADLGTKQYLRFLTCACNGRFCWKCMQPEEAHKTESGF
YKFCNVSMTFEGRAPKTLEGRAEPENSCVGLWKASEVSLKQAKSDLQAFEESNIKNPSDLTEKDFTIIRKGLMLIVQCRQ
VLKWSCVYDYLHAEYEMSKREYLRFLQADATSLVESFSKTLNEEIGRASSATYENFCCVKHKVTIETSNIGNYFYHFIKT
LQEGLDDVKVKSYDDYGGLFWLCDRCTYGNTWFHKECLMCSDDIAARVDLSDMSLN*                       
>Atha_AT5G01980                                                                 
MESQGPSNGHPMDISSNSIPSSACNLCGRVVQSASDDLEIFSLCVDCKFLLLEDFGTPAPPLARRQTIRRRRMRRRRRTT
RHDSSESVGVGDLSSQQFTHLISIARQSLSTVQASEDLRDDLRTSSHTTPSGSTRWRLFSESESDDFDNFGETESNASFS
LYRFPHADNDTISFSAYGGESDASTDRHADIFVQPDDRSDIDFDTDIDPMRAGLNQWNSDEEDREWEEGAGPSGVAGTRY
RNYLASPSESYSSMTRFDSPELERSFRQRIIERRHSLSRNIFTGLEDLDFSPYAANVGDYLDERGFDELLEQLAESDNSR
RGAPPASVSCVRNLPRVIIAEEHVMKGLVCAICKELFSLRNETTQLPCLHLYHAHCIVPWLSARNSCPLCRYELPTDDKD
YEEGKRNVLDVSEDSSSSDDGTESGEEEYVERGESESGVSRVSRGRWLFLAAAPVVSLVGVVLAMWLSSPHRRGIAISHS
QRENRTRRWLPFF*                                                                  
>Atha_AT5G20910                                                                 
MDASSSPSPSEESLKLELDDLQKQLNKKLRFEASVCSIHNLLRDHYSSSSPSLRKQFYIVVSRVATVLKTRYTATGFWVA
GLSLFEEAERLVSDASEKKHLKSCVAQAKEQLSEVDNQPTESSQGYLFEGHLTVDREPPQPQWLVQQNLMSAFASIVGGE
SSNGPTENTIGETANLMQELINGLDMIIPDILDDGGPPRAPPASKEVVEKLPVIIFTEELLKKFGAEAECCICKENLVIG
DKMQELPCKHTFHPPCLKPWLDEHNSCPICRHELPTDDQKYENWKEREKEAEEERKGAENAVRGGEYMYV*         
>Atha_AT5G53110                                                                 
MDLTKLISFSLLFLSLLIPTTTTTTSTVTCTNAVCRRDGPIIRFPFRLKHQQSHSCGYDKGFDLTCDINAGNRTTITLPF
SGNFTVEEIDYAAQEIWINDPNNCLPQRILQLNLNSTPFSGVYMRQFTFFNCPTSEYLRFRPLNPITCLSGKNSTVFATP
SPRVINYLSSQSCRLMKTVYVPVRWPFYEQIVSSSDLSDNLWLTWRVPRCSRCEIKGGKCGIKSNSSREIICSHVHKPAI
PRRARYAIAVGAGIPGALIVFGLFCFVYSKISSCIKRRRLVPTPEINNAQAHYLHSSVIVMGLDGPTIESYPKIVLGESK
RLPKVDDATCAICLSEYEPKETLRTIPQCQHCFHADCIDEWLKLNGTCPVCRNSPEQILPPA*                 
>Atha_AT5G41400                                                                 
MGYPVGYTELLLPRIFLHLLSLLGLIRTLIDTGFRILGLPDFLESDPVSSSSSWLEPPYMSTAAHHHQESSFFFPVAARL
AGEILPVIRFSELTRPGFGSGSDCCAVCLHEFENDDEIRRLTNCQHIFHRSCLDRWMMGYNQMTCPLCRTPFISDELQVA
FNQRVWSESELLAESN*                                                               
>Atha_AT5G24870                                                                 
MDGFKGKRTSRPIMPRKASGLVLHENMKKKDDKSVVPICSRIGCSSRVSSTKGDLIDHKAKATVSSFRSPLSGKETVGSS
SRSMSGFGGTKKASKVIGRRQLSSLLDMDSSESSSVNEDSPTSERSLPRGKTKESTISVHSESSVSGEVVTEAGSSSRGT
GRSIHQRPDLVSRDARVSNSEQNARASVNKNGLRDLRNKSGSDVLPSNSTPTRKSNIFRKKTSDGESSSSSRGNKTEGSV
VGGKNISSPQGNGITMSEPRRNRNLPSVRDNSVVSSSTRRSTGYYGRTGRAGAVATLQAPRPPTRADLNPSRSAEASRSP
LNSYSRPISSNGRLRSLMMPGSPSEAGLSRSLMNRDTFRRYNMNGVAEVLLALERIEQDEELTYEQLAVLETNLFLNGMS
SFHDQHRDMRLDIDNMSYEELLALEEKMGTVSTALSEEALLKSLKSSIYRPNDESDDICLNKDDDVKCSICQEEYVDGDE
VGTLPCQHKYHVSCAQQWLRMKNWCPICKTSAESQPHPFS*                                       
>Atha_AT5G43200                                                                 
METESFKLDVHVKALSQPPSLGFLSTVVISQYREVEEFLINNKDNCVTSLGSYPDDSSTCHDPLISLTLPSFKPNDVYQH
LQTQLHDHDLSEQISCKIVEAQQRQTSQSVYLPQQPPLFIIVSVKLTHKVYVVVPPLATDLDQEMSQGEEEESKTCAICL
EELSTSDDYCELPNCTHCFHEPCLTQWLIRGNNSCPLCRKPVDKQPQ*                                
>Atha_AT5G36001                                                                 
MTFSKQFPLLLYFFFFFYFPLLNASKPKRCYSSSCGGNNLDVSFPFWLSPEQSSSCDYPGFNLHCETALKLPNSRRFLVQ
DIKSQRIHLRDPDNCLARRLLSFDASMSPFSPLHLVNYTFLSCHNENVKSSSLEPIHCLTNSTPSDLTGSMPSSCQTLKT
LLLPVSSPLAGDLNKQDLWLKWDSPDCTGCVDFSPLCSFINNTILKVKCFTYVDSGNPWLITLKILCLCLSVPFFIVITP
AVCIIFIPIQQQAKSVPWRNDTLCPICLSEYTSEETVKCLPECEHCFHTECIDPWLKLHNSCPVCRNSPSSLPNKAATTN
VV*                                                                             
>Atha_AT5G41440                                                                 
MLPVIMIIGTGYIVYYTIVGFWVIVFIVLLCCRTPPPPPPPPPPQQDIETGHIPAINKTTVETIIKVEDVEEGDEGCCSI
CLEEFKIGHELMCIKKCRHVFHRFCMLSWIDANRNCPICRCSVD*                                   
>Atha_AT5G01880                                                                 



MHRLLLESHGGGNETSGSGGGDGYTRDMNFDANMVIILAALLCALILALGLNSILRCAMRCGFGLSSSAAAGTVADRAGL
KKRELKKFPVAEYGSGEVKIAATECAICLGEFADGERVRVLPPCNHSFHMSCIDTWLVSHSSCPNCRHSLIEVHVAGSE*
>Atha_AT5G25560                                                                 
MGDVYFNHFAQQLQMSDQEKGEMSRHSHPHSINEESESSTLERVAAESLTNKVLDRGLMEYGCPHYRRRCCIRAPCCNEI
FGCHHCHYEAKNNINVDQKQRHDIPRHQVEQVICLLCGTEQEVGQICIHCGVCMGKYFCKVCKLYDDDTSKKQYHCDGCG
ICRIGGRENFFHCYKCGCCYSILLKNGHPCVEGAMHHDCPICFEFLFESRNDVTVLPCGHTIHQKCLEEMRDHYQYACPL
CSKSVCDMSKVWEKFDMEIAATPMPEPYQNRMVNSLQRLWEESRGTVPCGGSEMPKLQIIQHSPNQRLKLFLKLICYQMQ
LRAFHLIQ*                                                                       
>Atha_AT5G57750                                                                 
MDQKSDSFLSVSSISFSYSSSTDKDFDLICMISPIVLLYITLLSIIFFVAALIHLLVKFLHRPQTRLDDAYDGITESSTA
LQGRYQTRFNLHDAEIDQSFIDALPLLHYKTMIGLRHDLSDCAVCLREFTAEDELRLLPKCSHAFHVECIDTWLLTNSTC
PLCRDNLLLLGLTGTASSSTIVLVHESDGDNSQDSDSSFMLTDLDDVESK*                             
>Atha_AT5G10380                                                                 
MAFNHRKMLLSCLQFKDLRFCFRQYPPPPPPPPPPRELSLLLPTSICVVGSIILFLFLVFFLYLHITQQRRISAASVTPG
DTNQQEDEDETEERDFSDFHHVWQIPTVGLHRSAINSITVVGFKKGEGIIDGTECSVCLNEFEEDESLRLLPKCSHAFHL
NCIDTWLLSHKNCPLCRAPVLLITEPPHQETETNHQPDSESSNDLRGRQDSSRSRRNHNIFLPRAQSDLANYCGSGRVEN
VRRSFSIGGSLSLCDGINNATRSGRQFYTSFSANLFSSSRRVRNEQPIPQNQMPSVTGNTS*                  
>Atha_AT5G18650                                                                 
MEASPNDRLHFGKMGFGCKHYKRRCQIRAPCCNEVFDCRHCHNESTSTLRNIYDRHDLVRQDVKQVICSVCDTEQPAAQV
CSNCGVNMGEYFCSICIFYDDDTEKQQFHCDDCGICRVGGRENFFHCKKCGSCYAVGLRNNHRCVENSMRHHCPICYEYL
FDSLKDTNVMKCGHTMHVECYNEMIKRDKFCCPICSRSVIDMSKTWQRLDEEIEATAMPSDYRDKKVWILCNDCNDTTEV
HFHIIGQKCGHCRSYNTRAIAPPVLPQ*                                                    
>Atha_AT5G22920                                                                 
MDMGFHENEQNQEFANLMEIGSGHYGCSHYRRRCKIRAPCCDEIFDCRHCHNEAKDSLHIEQHHRHELPRHEVSKVICSL
CETEQDVQQNCSNCGVCMGKYFCSKCKFFDDDLSKKQYHCDECGICRTGGEENFFHCKRCRCCYSKIMEDKHQCVEGAMH
HNCPVCFEYLFDSTRDITVLRCGHTMHLECTKDMGLHNRYTCPVCSKSICDMSNLWKKLDEEVAAYPMPKMYENKMVWIL
CNDCGSNTNVRFHLIAHKCSSCGSYNTRQTQRGSDSHSCSSGMPQVVGSTG*                            
>Atha_AT5G60710                                                                 
MGSKWRKAKVALGLNLCLYVPKTLEDSSPPRRSDDAVSLSPVIVQRPSTPTPSSSGLRLPRSMSKSSSKKTCAICLTAMK
AGQGHAIFTAECSHSFHFQCITTNVKHGNQICPVCRAKWNEIPIQSPNAKPKSGVKPIGRPRDDAWMSIPPRRSSPIQYT
SRPDCLRVSSIFNTEPAVFNDDEALEHQDRSAESGLDKPGVTGTLEVKTYPEISEVVRSVSFKDFAVLINLKAPTSSKSS
SNPSSSSRAPVDLVTVLDVSGSMAGTKLALLKRAMGFVIQNLGPFDRLSVISFSSTARRNFPLRLMTETGKQEALQAVNS
LVSNGGTNIAEGLKKGARVLIDRRFKNPVSSIVLLSDGQDTYTMTSPNGSRGTDYKALLPKEINGNRIPVHAFGFGADHD
ASLMHSIAENSGGTFSFIESETVIQDAFAQCIGGLLSVVVQELCVTIECMHHLLRIGSVKAGSYRFDNGPNSRTGSIAVG
DLYAEEERNFLVNLDIPIVDGVSDVMSLLKVQCVYKDPVTKETVNLNNSGEVKILRPIVMTERRPVVSVEVDRQRIRLRA
AEAISEARVLAERGDLTEAVSVLETCRGLLTESVSGRAGDQLCVTLCAELKEMQERMASRQVYEASGRAYVLAGLSSHSW
QRATARGDMSDSTTTSYQTQSMVDMVNLSQTMTFGMPIASSNSSPSGQRKLRQALSFPAKPRPR*               
>Atha_AT5G66070                                                                 
MDGYYSLSPISVLHRIKDSFHFAVSALLANLFSALFTFFFALVGTLLGALTGALIGQETESGFIRGAAVGAISGAVFSIE
VFESSLLLWQSDESGIGCLLYLIDVIASLLSGRLVRERIGPAMLSAVQSQVQLPFLFFDASFIILLNFCINNKQMGAVES
QFQDHTDIFDTAISKGLTGDSLNRIPKVRITDTSPEIVSCSVCLQDFQVGETVRSLPHCHHMFHLPCIDKWLRRHASCPL
CRRHL*                                                                          
>Atha_AT5G12310                                                                 
MSSSIQIVVEEKQVDVLPLQDQDEKKTPQVFNELSFGNHGGCCAICLDTIPLQETAMVKGCEHAYCVTCILRWASYKEKP
TCPQCKLPFDFLNVHRALDGSVEDFMFEESVCLLLRASWFQPLEAVERVSDNDNFNYDFDIPPEYEEEDEDDDDLDEFYM
QGSSLRLGNRRWGDNGFVRAGRQEARPVQHKNRGGQASGSEPASSSSCEPKEKTSSAITGRRAKRAMKREAANKAAEAVA
AAKHEALLVRLGRK*                                                                 
>Atha_AT5G49665                                                                 
MGTGWRRAFCTTAPRNSDAAAPDLDKQRTGYNLTPSPSPRSCVKLAFLSGGSNPSTPRSTSSPSLRCRTADAQTPTAEQT
STPRSATKSPRLSLAAISNPSSPRSPLKLSLFRNSFKFRSTCGICLNSVKTGQGTAKYTAECSHAFHFPCIADYVRKQGK
LVCPVCNSIWKDASLLVPHKNATESPLDDSVSVIQEKRVVVTSSPRAKPRPKQSDYSRFYDDDEPLLSPRFVTIPEADEN
CGGEEEDDVPQFKGFVVDPNPSFAVKTNEIPVNGRDFGNVQVSLLPEAAVVSVGCGYETRAVALRVKAPPPLTARGGVGR
RLLDPSQRAPVDLVVVVDVGGTMNGAKLQMVKRAMRLVISSLGSADRLSIVAVVMTVPKRLLPLKRMTEHGKRSAGAVVD
GLLCGQGSNTSEALKKASRVLEDRRERNPVASIVLLTDGQGQLSKVHTNQRSTITNVGSTRFAHIEIPVTEHGFGESGGC
SNAPAEEAFAKCIGGLLSVVVQDLRIQIRVGSGSGPCEISAIYLCNGRPTLVSSGSGSVRLGDLYAGEERELLVELRVPS
TATRAYQILSVRGLFKDPSTQEVVYGRDQSLRVPQAVRSSSSPRIERLRSLFIATRAVAESRRLVEYGECTSAYHLLTSA
RALLGQSGTVEAAEYIKVVEAELVEVQWRGQQLMEYQSQHQQQHNQRRRGSERETTTTMTLMDENGEPLTPASAWRAAEK
LAKLAMMKKSDLHGFENARF*                                                           
>Atha_AT5G37280                                                                 
METETLRLQVATRMSKLPSNLGFTSAVQIELHEVIHEMLEDVTGTTPVVASLSPISHVLLKPRSFLPEQLSRLLRRQLHR
DTSICESLAEKISSLRFSRANYTLYQRPFLMTVKVRVIKEVRFIVSPVSAPSSGAPVDVFQRLLEEQTVEPSMDSDESCS
ICFEKLSDSLSETYHNSIIQMPKCLHSFHQKCIFKWIGRQNSCPLCRRVPFEEDED*                       



>Atha_AT5G37270                                                                 
MDTYSNWESVEITTTAMILPQDQGFRNTVFVNLHDVVNELAEDQNGVVMCLGTFAAPLMTKIELKPSCLTSHHIYQDLDE
FITDIEFCRLLSERIALDCAHIPQPFSVSFYVRVTRDVMLPSIAVPSRDMFQRLLEEQTMEFTDLGDEEETTCSICLEDF
SESHDDNIILLPDCFHLFHQSCIFEWLKRQRSCPLCRRVPYEEDLEIE*                               
>Atha_AT5G05280                                                                 
MARFLLATQATPTISATDANPRTLGDSVSNNKNIASMDTHMVIILAALLCALICALGINSVLRCVLRCTRRFTPNEDPVD
TNANVAKGIKKRALKVIPVDSYSPELKMKATECLICLGDFVEGETVRVLPKCNHGFHVKCIDTWLLSHSSCPTCRQSLLE
HQTPANGSRRGDDVAT*                                                               
>Atha_AT5G10650                                                                 
MDGCAGKRSVDRLVVPRKASGLTLRENMNKTDGKNVPFCSRVGCTAKVTSTKRSRIGSTDNNTKVGLPPVPSTLNRKEIV
GSSSRTPGGFGYLRKPAKVTARRQPSSSLDTESSETSCIHDDPAATEPTLPRQKTKRVTINVHPQSAVSREVVITKAGSS
SRGTSRISHPKSELGTRDALTGPSVSTSSGNSEHTVRGGLSRHRLRNLSCNSVSDVLPTNSNSATKISVTKKKNADGESS
LSSKGSKTSVLVPKVRNQISSHGNGVTVSDNRRNRVVPSIRDSSTVVSNGCRRAGYFGRSERLGATASSATSRQMPHPTT
PTDPNPSLSFCPSNIYSSTGRVHSNMPGSPTEADPSSSLVNRDGLSHYNMNGIAEVLLALERIEHDEELTYEQLASIETN
LFSSGMFRFYDQHRDMRLDIDNMSYEELLALGDKMGTVSTALSEEALSRSLKQSIYQETDETGSISLYKDDDIKCSICQE
EYVDGDELGTIPCQHMYHVSCVQQWLRMKNWCPICKTSAEEEKSI*                                  
>Atha_AT5G40250                                                                 
MSWVRFTIEQKDGNFAYPPPFYKDPILSPPSPPPPSSGNRISPAVLFVIVILAVLFFISGLLHLLVRFLIKHPSATASSR
SNRFPEISTSDALQRQLQQLFHLNDSGLDQAFIDALPVFHYKEIVGSAGGGGGNGAAQEPFDCAVCLCEFSEKDKLRLLP
MCSHAFHLNCIDTWLQSNSTCPLCRGTLFSPGFSMENPMFDFDDIREDEEGVTENGSQKTMEIQEIVVEKGVLPVRLGKF
KRLDNVGNGQGQDVVAGGETSSSNLDARRCFSMGSYQYILGNSELKVPFANDRLPRLKPQDKESEQTGNSSSEDNKKINT
VAKGESFSVSKIWLWPKKDKFSSDAQRRLPSSSLNVDDLPKLPWMEEHKKLENDGR*                       
>Atha_AT5G02750                                                                 
MEDENTTIIMASLSALSPSHLTNLTHSILSISHHHRRRLGAVLSSPTLFSLTLRHLLSLSLPDKTHLIANHLLSLLHPLL
IHRKHHSSYAVTMKLRDLDAVVLLLFLCETHQLHPDVLEASADNWREILGNTYSNNMLSNNSGLWTCDAGILMPYIETLV
RCKRFVDIMGGYNHLRRRDQKEGYQVPAARAAVVALRAVEVFNVAASNAGEVECVICKEEMSEGRDVCEMPCQHFFHWKC
ILPWLSKKNTCPFCRFQLPTDDVFSEIQRLWEILVKSSELHVA*                                    
>Atha_AT5G54990                                                                 
MKNSYKHELISTSTNETDRVINRCFLRKKTTKEVIHLKASQVESDSYSFIVTYQPNLRIRHENLDGHQLKTTLERHPDRV
FKLEDNIPKQFLVSQETCLEHVMIILSAMYLPQTIQERLVRYISTESVKFRNRRCGTGGGLKVEVDVKVDVEQWVRIDCC
CKQKGTCLVPALDCPICLTELSSGVSRMKLPCSHVFHRDCIMTWLKKNPSCPICRTKAHGKTVSIY*             
>Atha_AT5G17600                                                                 
MSTNPNPWSPYDSYNDCSQGICNIYCPQWCYLIFPPPPPSFFLDDDSSSSSSSFSPLLIALIGILTSALILVSYYTLISK
YCHRHHQTSSSETLNLNHNGEGFFSSTQRISTNGDGLNESMIKSITVYKYKSGDGFVDGSDCSVCLSEFEENESLRLLPK
CNHAFHLPCIDTWLKSHSNCPLCRAFVTGVNNPTASVGQNVSVVVANQSNSAHQTGSVSEINLNLAGYESQTGDFDSVVV
IEDLEIGSRNSDARSELQLPEERRETKDEDSLPIRRSVSLNSGVVVSIADVLREIEDEEGESGGVGTSQRREEGEDGDGK
TIPPTEANQRSGGVSGFFVRSLSTGRFIFSRYDRGRNYRLPL*                                     
>Atha_AT5G06490                                                                 
MNATVVPPYSGHWLTNTDRMGGLAYGIGVSIGILMLITTITLTSYYCTRSHISASPTTTPRTRRRQRESNGTLPPGQERF
DFEDDESDTVVVEVLGLTEEVIKGFPKLPYEEARVSYSLQKESSTTSCCSICLADYKKMDMIRVLPDCNHLFHDNCVDPW
LRLHPTCPVCRTSPLPSPAMTPVADVVPFSRRPMMDI*                                          
>Atha_AT5G37200                                                                 
METETLRTIEVSTMVSNRPKIVGVTNTVLIYQEEEIEELIEYESGIVANLGWYTSPLETNAHILLNPRRLTRRVLTQLLD
DQFLGQKIAHDVKDSFANDNSLRQPVTVTVYVTYIKERRVIFPHGPSLLSRGASGEVFHRLVEEQRVESADLEEEDETCS
ICIEKFSESHEDIIRVPDCLHLFHQGCLFEWLGLQNSCPLCRKVPYEEEDEDEDEEG*                      
>Atha_AT5G08139                                                                 
MDDLLHQRVEQSQVTPPHDDSNIHGDFDNEATDESRSETCSVVIEGNCDMVIELGLESGSVIVENLGDSDIDVSNDFDEP
DDDDFFVGRTDFGLEFRDIASSGNDIRLITVESGSDDDDGVENERELWGIDLNEEDVYVNDDDEYEDDDVSVTIPLCWDS
LQLEDREVTADEFDWEEVGGGGGGGVDDEREIRSGFAQIDMNDESLISASPIISLEGLVTRERAEGSGNLGWEVLLNHTL
EINFDVDNRELYIGGDHDDYVQDYDMLFEQFADAEVSVIGLPPTSKSFLNNLPVVLLEGENDDDGGLVCAVCKDEMNIGN
KAVQLPCNHKYHSECIVPWLKVRNTCPVCRYELPTDDAEYEQRKTQRTTNTFGMVL*                       
>Atha_AT5G60820                                                                 
MAEMSYLQIDDANDAVFNHYRHQRRLHDHLRDQSFSQILYPLPHWIQSDDGDLYISETDFSSGDVSVSDLVFTTDDGLDL
LDRRSFVMDLFHQRVEQSQVTPLDNDGIDDFENYEMREDNVELDFGLEMESGNGFVDSDLVVNLNEHVDGMRLLGIESGD
VIVTVESCFDSDDEDDQEKEESEIWGIDLNEEDEYVNDDDDNDDEEEDASVTIPLCWDSLQLEDLGINNEDCEWEEVDSD
DEREVLSVLAEADDNNSVSVSVAATISLEDLAISERRGSSNLGWEVLLNSRSLEFNLDDAESNLELYIGDIDHEEEDYED
YLHTTEYEMLFEAEISSGIGKPPASKSFIKNLKVSPLSNEDVMENDDDAVCCAVCKEEMIVGKEVAELPCRHKYHSECIV
PWLGIRNTCPVCRFELPSD*                                                            
>Atha_AT5G56340                                                                 
MEETMAARYWCHMCSQMVNPVMESEIKCPFCQSGFIEEMSGNGGGGGGRGIRDVQDSETDFGTDRALSLWAPILLGMMSS
PRRRRRFRRSEFGEENDDNGDDLTTNADGNGNDSNNSNNNVYRHHRARRHGGEIDLDREFESILRRRRRSSGNILQLLQG
IRAGIASEYESSDNNWDNSRERDRVIMINPYNQSLVVPSDQNQNHPSLTSLGDYFIGPGLDLLLQHLAENDPNRQGTPPA



RKEAVEALPTVKIMEPLQCSVCLDDFEKGTEAKEMPCKHKFHVRCIVPWLELHSSCPVCRFELPSSADDDDETKTDSERV
LRTRNVRETSNGNVVENVGNADRGREDEVRSGNGRRFSFPWPFSGLFSSSSSSSSSTSGSQSGENNFFSRSSGSSR*   
>Mgut_mgv11b020548m                                                             
TISAAVAPPPLLPQTPSALPIHHLPQPPLMRAAVNFTPIVSRPPNRINPNNRMSNAAASLLRYQDQYLYDDRYFFDEEEV
ALILELSDDDDDVDVVILDDNNNFTAGGGGSGGNSNININNNGGLSERTISQNLRTRSSLEVNVDSYEQEVCVICQDDLF
GEHENIIATLNCGHVYHVECIKNWLRTKNECPICKARALNFN*                                     
>Mgut_mgv1a022735m                                                              
MSSISAPNSINCVSLGYGIAVAVSVFLLIFIIVLASYICVRFKTCSDGEEEEGRDGLGQFQEPVIKIVLGLEKPVIETYP
VIELGRSRRLPRPNNGPCSICLSDYCVKEKIRCLPECNHCFHARCIDEWLLVNGSCPLCRNSPAVTPLSKFVPLANYHSR
*                                                                               
>Mgut_mgv1a018975m                                                              
MVPTADSSIAELKEVGPADSRQSMLLADRCSVCLDDYFSGGGGEEVLLLSMPCSHVFPGDCIKKWLRTSHYCPLCRFEMP
TN*                                                                             
>Mgut_mgv1a005548m                                                              
METPNRDALDSASQGSNGVGTSRIFRSRAIRFLRSPISSLLEYSGVLRDRPDYPFSEAYPLIPESTGANFNQNPRRSEPL
NRNDAVDGGGTSNSGGSNNCAEVSIRIIGEQESVGGANNSDSGVNGVGLGAGESTVGAGDVNRNGNGNGNSNDDNNNREA
SSSERYDIQQAARWIEQILPFSLLLLVVFIRQHLQGFVVTIYSTAILFKSNDILRNQTALKGERKITILVGSSVFFMIHI
FGTYWWHRRDDLFYPLIMIPPKSIPPFWHAIFIILINDTMARQTAMVFKLVLLMYYKNGRGQSFRRQGQMLTLVEYTLLL
YRALLPAPVWYRFFMNKDYGSLFSSLITGLYLTFKLTSIVEKVQSFVTALKALSKKEVHYGSHATSEQVSAAGDMCAICQ
EKMHVPIFLRCKHIFCEDCVSEWFERERTCPLCRALVRPADLQSFLGENISLMRRICYRFHLRIYNYYIHIYRILVLLS*
>Mgut_mgv1a006108m                                                              
METPNRDALDSASQGSNGVGTSRIFRSRAIRFLRSPISSLLEYSGVLRDRPDYPFSEAYPLIPESTGANFNQNPRRSEPL
NRNDAVDGGGTSNSGGSNNCAEVSIRIIGEQESVGGANNSDSGVNGVGLGAGESTVGAGDVNRNGNGNGNSNDDNNNREA
SSSERYDIQQAARWIEQILPFSLLLLVVFIRQHLQGFVVTIYSTAILFKSNDILRNQTALKGERKITILVGSSVFFMIHI
FGTYWWHRRDDLFYPLIMIPPKSIPPFWHAIFIILINDTMARQTAMVFKLVLLMYYKNGRGQSFRRQGQMLTLVEYTLLL
YRALLPAPVWYRFFMNKDYGSLFSSLITGLYLTFKLTSIVEKVQSFVTALKALSKKEVHYGSHATSEQVSAAGDMCAICQ
EKMHVPIFLRCKHIFCEDCVSEWFERERTCPLCRALVRPADLQSYGDGSTNLFFQLF*                      
>Mgut_mgv1a014108m                                                              
MSTAPPPPPLAAAAAKSSSFSQNLNSIGLGYAIAIALGFLVLFSTILLASYICCRSAASRRRRRDNRDRNPNHSNENSIY
LPRIIFVAEDDDNDSQNAVVGLDEAAINSYPKFVFGKRNGISGGGGDAVCSICLCEYRESEMLRMLPDCRHYFHVMCVDA
WLKLNASCPVCRNSPLPTPLSTPLQEVVPLSQYTDGRRRQ*                                       
>Mgut_mgv1a020731m                                                              
MVIIRLCDKKMFGNICSKSEGIDRDREITAPVPTDNSRQLTINRDRVLVFETFGNKDQEGGPHSGGCAICLEEYKHGDTL
AGITACKHRYHVACITAWLVKNDTCPICR                                                   
>Mgut_mgv1a024693m                                                              
MDTFSGRKIFHPAPPPPPPPHSSHASFPIIAVAIIGIIATGFLLVGYYVFVIKCCLNWHRIDLLRRFSFSRRRRVDATSP
TARSPAAAAANRGLTESAIRSIPVFKFKKKAASIINNNNNNAAIIKTNCDIDCAVCLNEFQEDEKLRIIPNCRHLFHIDC
IDVWLQNNANCPLCRTSISSNYTNYTFQENQDPIFTNDDVVIEIGRESSSPSSRPVIPERERTGSDGLLTNANNSIVISH
SPKILSRKKSKKLSHVWSMGDEWIDNREKDEQFVVNQPMRRSFSMDSAADNHLYLAVQEIIKGQLLQDLNNYQVNYPPNE
VCSSSSSSRSIKRSFFSLKGSRSSAVQPVTILEP*                                             
>Mgut_mgv1a020706m                                                              
MGTKAQFLIFFFLFTIPTQSANSCEPVSCDHITGPEIRFPFRLANRQPVRCGYPGFDLYCNSRNQTILNLPQSGEFVVDY
IDYRTPAIYIDDPGSCLPNRSASFSLSDSPFRGSHLSQYVFINCSDNWADYDAAASGGYVELSCLSGRNSTVLAAMNRPG
FSVPEKCRKVAEVSVPLAWAVPQLYGWPMDLSGDFELVWSEPPCGRCEMQGGVCGFEGDSGLQIGCSGSRSAKGLPRGAK
YAIIVGVGIPGLICAIGLACYSFGLIKTFRHRPNPNLPTTTTFSDQRSIIRSTTGLDGPTIESYPKTVLGESRRLPNPAD
GTCPICLCDYEPKETLRSVPECNHYFHAGCIDEWLKLNGTCPLCRNSPESSSTLDTPCSSGAFSSSSSSTTSPEHR*   
>Mgut_mgv1a013774m                                                              
MSYFLNFLANSRASGIDYQFVIEDNPSDSGFSLPANIGDYFVGPGFDQLIEQLADNDPNRYGTPPAAKSAVEALPSITVD
EALMKSDLAQCAVCKDDFEMGTVVKQMPCKHVYHEECIMPWLELHNSCPVCRYELPTDDPDYESGGNSGSGGVSRGNGAG
GAGGQAEGSDGERVVERRLTISLPWLFGEFASGSGSDSGGEGEEHHYREHH*                            
>Mgut_mgv1a021172m                                                              
YSPDLVFGPSIFDEYHTHPNYDTGDFSSELLHFDFDFDYDGDFTLPFDMDFEYGYGDGLSDEIISKYLQTKRVSSWGGDG
INNIIGEICVVCQDELCQLQQNETVIAALDFCGHEYHFDCIKQWLQQKNTCPLCKAQGIVL*                  
>Mgut_mgv11b002235m                                                             
MKTFCCVLLNYQKTENADTMLFLMYKFPFQDIRVKKSRFALMKGQMNLSFDHGSTSSSSNDAVIDSHIPWNNTTMQNPPQ
NLLPNYRTPSNEPINNTQYLPHLRNRNEGRVFSEWSFGESSSAVPHHHHHRHQELPYPLDNANLNASNGLPQDLNMSSGF
ENQEDNECRIIGSSNEQTGTSVGPTNPFNYEYTIDESRRMTSCKRKAENSNSNSNYQNTNGGAEVANPRLVIGGGGGGGA
VAARRNFRLRINGFQMQQQQQDQSTLDNPFLTTQVSSSSRLAPTNPAHHAVENGSFLSGQSVLLQASSSSSARRNHQSRW
SGASSSRNGGSYEEEPASRNIPGNILRSISEHPMFVPAGEIGNSSSMNWSLGGNNNINNNNNSNNNNNGINGNVASSSRV
GPSSRGANAGPSWNNRSCPQYPRRLSEIVRRSLTSSAVRLNSAATSQETALPVGPDNRGSNLRSGLLGRNIDAAFGVPYS
LRALAAAGEGRTTIMSEQIRHVLDLMRRGEGLRFEDMMMLDHSVLFGMADIHDRHRDMRLDVDNMSYEELLALEDRIGNV
CTGLNEITIKNRLKQRKYVERQTQDQVETEPCSICREEYKDDEDLGTLECGHDFHKDCISQWLMQKNICPICKTTGLKT*



>Mgut_mgv11b019389m                                                             
MAIRNFFVFVFLFLSIVHAQNNCPPSYCNNNSQAIRFPFWLQGRQLPSNCQPIGFNLSCNDQSKAILNIPRAGDFYNEVA
AVILPNCKKMVTVPIPVSYLYGYTFPVNLVLRWDDVPATPTGAESKETVSRNVSSSLLIGALIVPVVIIGTSCCICMMLC
GNPRDSGSDQTSGTAGLSNTVTPGLSTIETYKKVTIGESRRVEGPNGVTCAICLADYVPKDTIMFLPECQHCFHAECIDR
WLTIKAKCPICRTLQA*                                                               
>Mgut_mgv1a025288m                                                              
MFYSLRDLPPPISFICIIAILIVYVSCCYLVIDFISQDEEEEETTIADDHSSFFHLSVEELQEITCLYRNKDVGTSNVIC
VICLENLQQAEVCRVMPACRHEFHAQCIDPWLSKRPTCPTCRGPFRSTQSVLR*                          
>Mgut_mgv1a018897m                                                              
DSVIWVIGAGDTEQAVTEDHRMSRSQNVNVSGLSEEDIENCLKTRNSCRKGEDEESDEICAICLDDMITSCEKENEETTT
IGVLDCGHEYHVCCIKRWLRTKNSCPLCKAVASRRIENID*                                       
>Mgut_mgv1a020051m                                                              
MTSSGTKICGICRDTLLTKQATFTPDACSHSFHFTCISNPFSFYNIINNNNNNNNINNNNNNNNNKNPSPVCPLCQPISK
TLNAIQNTTYKFTSNLPSPPLPRNSPPFVAPPLAPQVVLPKLEPESVHFSDDYPLLEPSSSSSSTVGLQKVTIKAVPERE
PVAASESVPQFTVLIGLKAPPLSEDFRAPIDLVTVLDISGSMTGAKLSLVKQAMHFVIDQLGSRDRLSVVSFSDHAKRIF
RLRGMTESGKRDAKFAVDTLWAIGGTNIVEGLKKGVRVLGERRYKNPVSSIVFLSDGCDSHNRSYFSQLPPSIYPVGNNG
GWPREKAETVIPVHSFGFGTDHDAVTMHAVSDASGGTFSFIESYEMVQGAFASCIGGLLSVVTLGLRLTLRSASDGVVMK
SIPSGRYKSEIAEQGSKATINVGDLYADEEKEFLINLSVPREETGGTTSLLDIACSYKDVMSNEAVEIESAELRRSKTVS
PSDSKVKLEVDRQRNRLRAAESIAEAQIKAETGDLMGARDLLAKGRTDIVASSSAQAGDDMCVWLEEDIKETERRMGSVQ
QYQQEGRAYALSGISSHGAQRATTRGKKVAGAALVERSSGGGGYGGRYNPYSTRSMALMVVKSEQLEIDVPIIKKEEN* 
>Mgut_mgv1a024567m                                                              
MGTGWRRAFCSTVSRERREHTAAAAPSVTAAEKQQSPNKKLAGSNPSTPRLRCKTNSGNIDVLVSPKKLECKTTPKTRLG
SNPSSPRSPFSILKNSLRLSRNSCGVCMQSVKTGQGMAIYTAECSHAFHFPCIASHVRNQTTLVCPVCITVWKDVPLLSI
YTQNPNPNLNPQQQEEKNVRIDSNCSTPTKRTPISIPKLTKQFELKSYADDEPLVTPKYGGKFVAIKEEAARNGGVEEVE
EFQGFFVNPISSDDFSAFGGDFRDVEVCFSPEAAVISQGRTHDTYAVVLKVKAPPPPHVRDSPRRAPIDLVTVLDVSGSM
TGAKLEMLKRAMRLVVSSLGSADRLSVLAFSAAPKRLLPLTRMTAQGQRSARRIVDRLSCSQGSSMAEALREATRVLEER
RDRNPVASIILLSDGQDDGGAPANNDSNQRRNGSSHKTRFAHVEIPVHSTGFSREPAEDAFSKCVSGLLSVVVQDLRIQL
GFASGSDPAEITAVYSCTENPSVLGSGCIRFGDLYAEEEKEVLVEIRVPSSRVGSHHVASIKCCYKDPATQELIYGPEQT
LLLPRPQTVRSGSPRIERLRNAFICNRAVAESRGLIEHNELSSAMQLLSSARALLLQSRSESAGESIRFLEAEMAEVQWR
RQYNHQQQQLQVAVGRRNEEREMGLFVDENGEPLTPTSAWRATEKLAKVAQMKKSFHRPVSDLHGFENARF*        
>Mgut_mgv1a007146m                                                              
MAFPTSGLHRKNPTDKVPFFMERAENHSDHEHVIDITSSSNDASSSSSSHERPSTNLDQRGENQPSTSSRVPVYQPQSSR
NSSVIRRRDSRGRQRSPLNSGVWISVELLLTVGQIIAAIVVLSLSKHEKPHAPLKAWIVGYASGCLAILPLLYWRFKHRN
QGSEQDSSQHRQDSSQANTSAVPLTIGPMDREEPWITGAATRISQNRLPNPRIKVFVEYLKMALDCFFAVWFVVGNVWIF
GGHSSSTEAPNLYRLCIVFLTFSCIGYAMPFILCATICCCLPCIISVLGFREDLSQDRGATQDSINSLPTYKFKVKKNKK
GHDKESTSEVEGGIVAAGTEKERTISGDDAVCCICLAKYLNNDELRELPCTHFFHKECVDKWLKINASCPLCKAEVGDTL
LSSLTEATTNLRNSTVF*                                                              
>Mgut_mgv1a020483m                                                              
MRVPLCSVCQNKYSEEERCPLLLQCGHGFCRDCLSKMFAASPDSSLSCPRCRHVSTVGNSISALKKNYAVLSLIQGGDED
DDEDDEEDDADGSEAGGGGGGGGGRNFAAGSSNSCGNNSHVNSSTSGGCVYSNGSRRVEDALKGGMIDMAVHREVKMVRK
IGEGTSRRAGVEMWAAVVSGRGCKHKVAVKKVAFGEETDVVWMQGQMEDLRRKSMWCRNVCTFHGITRMDSSLCLVMDRC
HGSVQTAMQRNEGRLTLEQILRYGADVARGVAELHAAGVVCMNIKPSNLLLDESGHAVVSDYGFPSILKKPDCRKSGNDL
ESSKIHSCMDCTMLSPNYTAPEAWEPVKKSLHLFWDDAIGISPESDAWSFGCTLVEMCTGSIPWAGLSAEEIYQAVVKAK
RQPPQYASVVGVGIPRELWKMIGDCLQFKASKRPTFHSMLAIFLRHLQEIPRSPPTSPDNDLPLSPVINGIAPSPSAELE
LPRADPNFLHRLVSEGNVNGVRELLAKISSRYGQSLLHSLLESQNAEGQTALHLACRRGSAELVEVILECKEANVDVLDK
DGDPPLVFALAAGSPECVRALIKRNANVRSRLREGLGPSVAHVCAYHGQPDCMRELLLAGADPNAVDDEGESVLHRAVAK
KYTDCAIVILENGGCKSMNILNSKYLTPLHLCIMTWNVAVVSRWIELASTEDISEAINIQSPGGTALCMAAASKKDHESE
GRELVRILLSAGADPTAQDTQHAQTALHTASMANDVELVKIILEAGVDVNIRNVQNTIPLHVALARGAKSCVELLLSAGA
NCNMQDDDGDNAFHIAADTSKMIRENLEWILVMLKYPDAAVDVRNHSGKTLRDFLEALPREWISEDLMEALAEKEVHLSP
TVYQVGDWVKYIRSIKEPTYGWQGATHKSVGFVQSVPDNDNLIVSFCSGEAQVLANEVIKVIPLDRGHHVQLKADVIEPR
FGWRGQSRDSIGTVLCVDDDGILRVGFPGASRGWKADPAEMERVEEFKVGDWVRIRPTLTTAKHGLGSVTPGSIGTVYCI
RPDNSLLLELSYLPAPWHCEPEEVEHVEPFRIGDRVCVKRSVAEPRYAWGGETHHSVGRVSEIENDGLLIIEIPNRPIPW
QADPSDMEKVDDFKVGDWVRVKASVPSPIYGWEDVTRNSIGIIHSLEEDGDMGIAFCFRSKLFRCSVTDVEKLPPFEVGK
DIRVISSVTQPRLGWSNETPASVGRIVRIDMDGALNVKVAGRRSLWKVSPGDAERLPDFEVGDWVRSKPSLGARPSYDWS
NIGKEGLAIVHSVQDTGYLELACCFRKGRWSTHHTDVEKVPAFKVGQHVKFRTGLAEPRWGWRGAQSNSRGIIISVTANG
EVRLSFPGIQGLWKADPANLEIEQMYDVGEWVRLRSNGKVGIVQGNAYEENELDVAVVGFCGEQDPWVGSVADLERVDKL
TVGEKVKVKNSVKQPRFGWSGHTHTSIGTISAVDADGKLRIYTPSGSKSWMLDPSEVEIVEEREIRIKDWVRVKGSVTNP
IHQWGEVSSSSVGVVHRIEEEDVWVAFCFMDRLWLCKVWEIERVRPFGNGDKVRIKEGLVGPRWGWGMETHN*       
>Mgut_mgv1a011050m                                                              
MGDMDQQIENEAGKGYALSGKIMLSAIVILFAVVVFMVGLHLYARWYLVRLRRRQLERRRGRHHVGRGAQILMYVDTRNT
TPADRGLELPVLNSLPVFMFSGGRKAEEQPQECAVCISEYEGHEVVRLLPKCNHIFHIDCIDMWFRSHSTCPICRSPVEF
EPERIYQVGRPMTEPVGFVNGPPAVGSSSGSGVSNTCRHDEVGGGDAGTALSGSRRKGLDLPAVTIEVPPRRNESDSELT



QNSPASRFLSLKRILSMGRKSPSGVGTSGGATELDLEGGLSESNIGGSNGVLSR*                         
>Mgut_mgv1a010240m                                                              
MADPNSKADAVDTTVRADEEQNPTNNPPTEGDGAAAATAVAAANRPRRTPFTNLSQVDADLALARTLQEQERAYMMLRMD
MGEGSDYGSWEAESYEDEDEVDAYDDASEEDYDGSDVEVDDEAEDAFDVHARAGGVESDSQNDEVDPSAFSSDEAYARAL
QDAEEREMAARLLALAGINDMVVGEDDEEEDDDDDDDGEYDEDEEEHGSNAQDAWEEVDPDELSYEELIALGDVIGTESR
GLSADAIASLPSVNYNSKGTHEGNGDSCVICRLDYEDDDNLTVLSCKHLYHPECISNWLNINKVCPVCSAEVSIPGKS* 
>Mgut_mgv1a014065m                                                              
MDEERRKRMRRTTLDQLEEGRLILAVPEMNESESEEAETSASDSDQDFECSDDDNFLYGAIQSGLYSSEDELEYFYDDDQ
EVEQDDVDPDELSYEELIALGEMVGVENRGLSEAEINKHLNPIILCQSTTNLLIDRCVICQVEYEKGDKLVTLGCDHPYH
GDCIAKWLQIKKICPICNNEVTRVEISKTEEKMNANEFESSM*                                     
>Mgut_mgv1a023885m                                                              
MICLYAENNLSTITFIFYTFIRIPFLQITQSISRFFIFLVDPHHQLSAAADQSISHCQPDWELNLPLSQFQELEHSSTEE
VCSICLMEFLREDTVNKLPRCGHVFHMECLEKWLDRCRFTCPLCRSSLLSVRSSSPCKTRASPPLSINLLAHDS*     
>Mgut_mgv1a013505m                                                              
MISPGINLVMTVIGFGLSITFIVFVCTRLICARIHLNASRRFFARAAAAGSDLTTLERGLEPITPANFPMKKYKELCLPS
KENASHRCSVCLSDYQEEDSLYILPICGHFFHATCIGIWLQQHPTCPVCRVSIQRNKWFMHPMFSSALRSQHSMQAVNAH
YCRCMGNNNDGRSSRRSTVDGEIVDVRCHSVNLGDRNSTVTVDCQRVSKNCESDRIVK*                     
>Mgut_mgv11b022653m                                                             
MSGASYNRCPPHLQPFAAGPFPSNTVHRHQPPPPPPPPAAADVPQTPDQLQEFMRRRLHAHMVPVVLIPVDRPGFIPNYP
RFDPSSLSHQIEDDYYQDSFFFDENDENLIRFLDEEEGGGSTIADELSEDTIVKNLRTRASVEIDAVDYEQEVCVVCLDG
LFGETEKVIATLGCGHVFHVECIKNWLLRKNECPMCKSKALVFD*                                   
>Mgut_mgv1a014422m                                                              
MKYEYNYRFTVLREIKTSYIYQIRPGKKEIRTSFIVKKTDGVYQIIDSEMYGTELHGVEESDVSKIFENKLIYRLEEYYM
SKEEIDKFKHMSLVFAKQVEADPEYNLSDTISLVGLPRTRFDDFDEGSAPVNPCEICLQVHTIGDVITVMPCCSHAFHAL
CVVQRLLQTNQCPSCSSRAYDPKVVFTRIW*                                                 
>Mgut_mgv1a025282m                                                              
MAQNFSDSTEGIPSQDSISNFQPSLAVVIGMLSIMFSVTFILLLYAKFCHRTSSSVHTTNGGRLIIRDGLLRSTSTASGV
DKTVVESLPFFRFSSLKGSRQGLECSVCLAKFEDVEILRLLPKCKHAFHIDCIDRWLEKHSTCPLCRRRVSADDLSQELP
YSDSLRFLSEHHQLSMREESNLELYVQREENSNNSNSNSYSNSNNNNGSSSRFSIIGSSFRKANKEEGLPIKEDESKLLT
GSCSELDDGNESAELHRFNHKINYVNYVSNHNHEAVVLKSRWSNVSSSDLLFLNSEMINDVSSARFSPEETKSVDLIINT
DQNDDHKKKMTMMVIKQEMERKRAFESKMLISGITIEKNNNDDEGRRVNFPVAFPTTSSSSSSKALNPNNEKRSMSEIVV
HPRFINNNNDNGDSISDVKEERMRRLWLPIARKTVKWFANREAITPLPKPSNLHNLHV*                     
>Mgut_mgv1a023039m                                                              
SASELCSNAFCRRTEPIIRFPFRLQNLQPSSCGYKGFNLFCGAFNQTLISLPNSGNFTVQAVDYAAQNIWLNDPGGCLPR
RLLNLNLSGTPFNKAFSQSFDFFNCTFDYRKYGFNPIGCLSGENYTVLASSSERAVRFLASRCSWVASVAVPVQWGFFEP
IETSDLGDDILLGWASPRCGRCESRGGRCGYGSANSSVIECRDAARHELPRSARYAIVLGVGVPALLCLVGLVAFVCSRL
PNHRRHHLVMDFSVAVGHHPTTTTATAAAISGLDGATIESYPKTILGESRRLPKPEDYICSICLSEYAPKETLRSIPDCH
HCFHAECIDEWLRLNPSCPVCRNSPKPSSPNLTPQVS*                                          
>Mgut_mgv1a004658m                                                              
MGHRHLFNTSQIFESDSNPGWSHAEQPYIPIARGTENSSITHPVDNMAHQGGYFPSHWTPAPTSIGYSSSVLNAGESTHY
QPMAPGPSRDPFIQQTGAGNLHTVQNNYSHHSSSNVDGSFYDPTVGSSRGPSYKRKSPGIPPICDSHLASTSSRYYDAGS
SSDIRLPADPWQEKQNTESNHTLWDYTVSYGGNNSLSLGGEGTIRNVRSRPAVGMETNIARTQLPTNNSLHQSNPMDFWG
QSSNGNNPIPPVAHEGNFGSDSSFFSHDPNAMNTPNNNTNSSIQIQGYNNDVTSNRGLVPQNANTLPNQSVRGVRSGYGQ
SQRSAPTLRASWSIFQPGHVAASDVGQQMVAESHPSRNSRAVSNLRFRNVDRSGRTSISSDRYRSSAEGLMVADHSAIYA
SRTLFDQHRNMRLDIDNMSYEELVALGESIGSVNTGLSDGSISKCLTESIYCSSDISQDEGTCVICLDEYKNMDDVATLK
ACRHDFHVGCIRKWLSMKNVCPICKSPAVGDGVKDK*                                           
>Mgut_mgv1a016311m                                                              
MSFDLVVIVIVIITGALVFVFELHIAWKNRVLLGTDGDVELPEIARRPPPVQAATGRLTVGDEVVFDTFNQERAEEEGGG
CAICLVEYKDSETLATITVCKHRYHVFCIRAWLKDHDTCPLCRTQV*                                 
>Mgut_mgv1a005125m                                                              
MDRCPGKRVTAGGGTIMSPKKAYSVAYKGTSNEGDQNTQFCNRIGCSGRIKCSQNPRFGSSDCNSRTKCNANPRIGISDN
NKAKYAKPTFSSSNGSEANRNSSRVTPVSTAGAKKSNLDSKRKMPSQSKPDPSESSSLSSESESVKKSEEGLNTSEYGSS
SVSSSNNNRPRKIFQHKYGLLKNQNTPHSPSSSLPSTSRSSPQGPFNRGKYGIRNLKCNSISDVVRPNSEVGPVGKNSMK
RRSVEGESSLSSRWRNNSGISISDSTSANARTRLSQHRQNGRNAGNEIAFNGGGNPLRQFSASGPRHSSNSSGSGNNSST
SDETGFAQLMSHRYNMDGIAEVLLALERIEQDEELTHEQVLALETSLFLSGLNLYDQHRDMRLDIDNMSYEDLLALEEKM
GTVSTALPEDALSKCIRRSVYKVVGPPKVQITESDDDDNDIKCSICQEEYVVGDEIGNLVECQHGFHEKCVNHWLQMKNW
CPICKSSVAPSKLSSS*                                                               
>Mgut_mgv11b015049m                                                             
MEINAVDYEQEVCVICLDGLFGEIEKVNVTLGCGHVFHVECITNWLFRKNECPICKSKALVFDSRN*             
>Mgut_mgv1a004649m                                                              
MNRLQNQEHVLEFQIQFLMMEQNVKLLAMESIYGDNILILDNQSGLKCFQAHINIEVPKGVCITANFGSDKRDDISSDFS
YSFQVEYLPPIILTCLLPKSYPSNSAPYFTISVQWMGSSRISELCLKLDEIWLQNAGHEVIYEWVEWLHSCTLSHFGFDA



EILLGPYGLRQDNKDMRAISSSVSLDIDIPSLKSYNEEQKHHNFCRNMQQCRICFSEFPGSDFIKLACEHFFCEKCLKTF
SEIHITEGTVMKLECPEAKCEGMIPPGLLKRLLGEEEFEKWESLMLVKTLESMSDVVYCPRCETACIQDETDHAQCSNCY
YSFCTLCWDRRHLGTTCTSPEMKLVLLQKRQASTLMKGEQRRREQDMINQILSVKEINRFAKQCPRCKMAISRTEGCNKM
VCENCGQYFCYVCNEEISGYEHFRDSKCKLFPTEEIQRWEDRMNNGLQVVGQIQEQLITGNAHPCPNCRQQNVKVGNNNH
ILCWACQNHYCYLCNKTVRRSTQHYGPKGCKQHTQG*                                           
>Mgut_mgv1a006570m                                                              
MENEKIKEKITPHLDLLYASPSPHVKSFLSFFLSSSSGSIFTTLRNSHQFLPMAETQPDQSPTRPEPQSGSDQYWCYHCD
KRVAVEILSDLPDVVCYECRGGFVESISAAVVPALASDDSTLGDQFIQVLRLIAQVAREEEDDAPPPVPSDPSDEDYLRI
ELDGWDNDDDDDEDADEDDDEDAEEDDDEHSVEVVHEAEEAAAAADNTDHDAENNRSDDDDEEEDGIEVVEPRGGGDEDE
DEMRRRRRDLLRIRLRDFATRAASRRNRILDWAEILMGLEDHSIELRLQVPESDTYVGNPGDYVDAAEYEALLQNLAETD
SGGRRGAPPAAKTAVEGLESVVIEKEENPMACAICKDVVNVGEIAKNLPCGHGYHGECIVPWLGARNTCPVCRFELPTDD
PEYEEERKKRVVVAGLKAASSSTSSSGGGGVGGDSSLE*                                         
>Mgut_mgv1a019192m                                                              
MALMMSSDHQLVSLCEAFLIFAVTRFILSYVMNLLISSDSSSSSSCCSSSSSTSSSSSSSDNLTRITENLSLTTAGSIQH
RLPENRDDVYSSSCAVCLNSLKEKSQVWELRNCSHVFHKHCLEKWIAYESTCPLCRASLHAESTFLPPAPPPSWPVEQML
YFFGDDLLP*                                                                      
>Mgut_mgv1a025117m                                                              
NQLAVKPSPPQADDDSATNFQPSLAVVIALLSIMFSLTIILLLYAKFRRRRRSSSSPLSRRIIQDGLLRRPSPPPSGVDK
SVIESLPLFRFSSLRGPAEGLECAVCLAQFDGTDVLRMLPKCKHAFHIDCIDRWLEKRDTCPLCRCRAEPNNEVGSDPQC
SEGFPWDPPDHHGYSNLELYVEREEYSSSFGSKPQEEEEEEGLSMQINNTNTNTDNNNNRDRIFHKLNHKINVIFECYNV
LKNRWSDVSSSDMLYLNSEMLADVSDSRFLNSCNLENNSRKNHDYSMMNNIKEEMERKRVFESKVKEIKNHTRIVKSDYS
TQKRDGLESDMRSVSEIKVHPRLRDLQLRNSGNSDLVDEEEVMRRRVWLQIARRTIQWFANREEPRPSTQINV*      
>Mgut_mgv1a020575m                                                              
LRRHIPPPPVPLKALPPLLSADDVAVVVSNRQKRHVADFEYLLDSLPIFTFRSVTLQAGAAGGDCAVCLSKFEPRDQLRL
LPLCCHAFHAACIDAWIVSNLTCPLCRSAVVLPPPSSSSDVLDTIISDNSFGSRGGSFRIEIGSISRRRGDGEVAAAAAV
EGGGRRRTYSLGSFEYIIGDGGCEVPVGFTSHSRVVSGFTSDDKQPPVAIPLPVVSGWLRSITISPRTTSFQISGGGRRS
QAVVAPEDLESPAG*                                                                 
>Mgut_mgv1a023483m                                                              
KDNDINCVHWGESSFTNTVSLQANTSSRNFSSRSLNPPSRFISRFTFNPGNLSFRLTRGNSCPAPSTGLAISNDEEEFVG
PTNITRNRNNRHQGCDFFPACFTSSRTRHNRSQDENIPSISIPDLSDNFQDNRELNRIESNEIQTRNSRRRIAAREPVET
NVRFSRTLSVGRLRDRVLRRNATAVDLDLDLFQQDGELGPTSHHTHEEVQASADYNNNNNNLGQQVSSGNVIPSFSNPFN
GGQNNSYETPRARETRYRDLLEHRSNFIERRRRIRSQVRALQRLGSRFENLSGHERSCILSGQHQGGQCTCRISSREANS
NNDANARASISRIVMLAEALFEVLDEIHQQSVVLPSRPSVSSIGSVPAPSEVVDSLPLIIFSNFKRKPCEDAAQCYICLV
EYEDGDSMRSLPCHHEFHRACIDKWLKEVHRVCPVCRRDICRPESLTTTS*                             
>Mgut_mgv1a019310m                                                              
MAADDEDTGLVLKLIICLIAAASAAVVVTIYHCITAKQHTNHRRRDPPAPPETTTAYDLEAMSMENSVAELLPARKFEKG
VVEDGASCAICLCEFEDGEEVRTLPECAHAFHAPCIDMWLYSHSNCP                                 
>Mgut_mgv1a011982m                                                              
MSAPVEIIGQNLIEDLQHLTVEDQNKMKGNCTAAVEEINRVECDANDTTNNNNNNHHGICAICLNKIVLQETALVKGCEH
AYCVSCILKWASYKTEPTCPQCKHPFEFLNIHRALDGSIHDYMFEESVCLLLRASWFKPLVVVEHKVVDEEIEDYYYEYE
DDEEEDLDDEVYLGGSSSSLRIGNRRWGDNGYVRGGRQEARPVVYRPNLQDSSGAGPSREPNKKKESAVNEITVGRRAKR
ALKREAADKVAAAKHQQLLVRLGRV*                                                      
>Mgut_mgv1a011310m                                                              
MDSGSENHMLSHSSEDDEYRTEKYGCSHYRRRCKIIAPCCNEIFDCRHCHNDAKNSLDVDPLERHDIPRHEIKTVICSLC
DTEQDVQKTCINCGVCFGKYYCSKCKFFDDDVSKNQYHCEKCGICRTGGAENFFHCDRCECCYSNSLKDSHICVERAMHH
NCAICFEYLFDTTRGITVLPCGHTIHLECVKEMEHHFQYACPVCSKSYCDMTPIWERLDQEVASTPMPPMYQNKMVWILC
NDCGETREVNYHIVAHKCLSCNSYNTRQTRGGQATCSSTNVSEIVR*                                 
>Mgut_mgv1a026816m                                                              
NYDESTRHMVPAEDSSIDHALKTVEYSLDIPEMNCSVCLESLSGDDYYREELLSMPCAHIFHGDCIKKWLRTSHYCPLCR
FEIPID*                                                                         
>Mgut_mgv1a012790m                                                              
MYYYSAKNSISDQETTSDGTGNAANCCSRASSDLKLYQAFIFSVPIFFTFILLLLFYFFYLRRRRVDWSSLRMRSGHSIP
ISDDLSRCELGGGLKKELREMLPIIVFNESFSVKDTLCSVCLGEYQGEERLQQIPGCGHTFHMECIDLWLATHTTCPLCR
QSLVTCSSSSRSSPDENGSEEESNSSSSTTASVHDQDPPPQTSSSETNNNGDRDERIGPTVGERDDEVERDIIIIVENVK
*                                                                               
>Mgut_mgv1a023708m                                                              
SENIAVNFYFSCTSNTNAMGDNQDYRQQALSCDLTHMGFTTPQETYDHNNQSEINLNFTWRTDFSEWMIQHPLQEYPQFV
SRSNESTTNFSFGVSRVQFRCLDELRRVMDFELRGILDDYDLRINLADHLLATTLANVYIDILAEGGVLDNIYLDVLVDN
QHIVFGEINDEQFNCMVPAADSSIMSSLKRVAVDSDQKTSCSICLEDLSPGGNNDFEEALSMPCSHIYHDYCIKKWLSTS
HYCPLCRFEMPTTN*                                                                 
>Mgut_mgv1a013959m                                                              
MLGSEMNLITTIIGFAMSATFIVFVCTRLICGRLRRIEAQQQMLDINSRIDLELPENVINGLEPVVVAAIPTMKFHREAF



SSMEDAQCSICLSEYEERETLRIMPICGHSFHLSCIDIWLRKQSTCPVCRLSLQTSVETKNAQSASLSTLRSFDSSEIRI
EHSQQWLLPISSHVEANESNQVHVDSISVEIESAIYRESPLRRSS*                                  
>Mgut_mgv1a025472m                                                              
MSASIILLMLDLVTGQVTFLTPANGETHLGEDRTNNNGGGLSEEDIDKCLKTKILCPDILDNKGDEEEETEVCAICLDDM
CHEKDETGVGVLGCGHEYHVSCIKRWLVVKNFCPLCKAVAMPTSACN*                                
>Mgut_mgv1a014571m                                                              
MTPAGGGGINGLFEFLNENLGFRRENGARDYFIGPGVEEFLEQVDNHQNNVPPPASRSLIENLPMTKISKKHVRGDSTCA
VCKERFELGTRVRKLPCGHLYHSDCIVPWLEQRSSCPVCRQELPTNQGSTAGKRDQRRRRWSFLRQFFCSSGSNNASRDE
RVVMSPVPQHRDNQFDEHSYWPFEY*                                                      
>Mgut_mgv1a013604m                                                              
MASEPASSELPSFFERLMYSRSRHVSSFFPVLLGLSTASNPNSQETENQGGQFPDRIVIINPFTQGMVIIERRSSGGGGD
GSSSDFDSLINELFSGKNGRPPASKASIEALETVEILGGENDGVDDQCVICLEDWVAGEKAKQMPCKHRFHGGCVEKWLK
IHGSCPVCRYEMPVDETVDEDRSGSGGESGGETRRREIWLSFVGSGSRSAMNDLD*                        
>Mgut_mgv1a024347m                                                              
NQHIDYAEIDDEECYLMIPAADSSIMSSLKRVAVDSDRNISCSICLEDLSSGGDNDFEEALSMPCLHIYHDYCIKKWLST
SHCCPLCRFEMPTTNQIDR*                                                            
>Mgut_mgv1a020354m                                                              
VVYRLNEYWMTKDEVNKLVHEAFEFARKIADDPRHASRLVIPVLVSLEVRTVQQEGEPVDSVIDRTIRAEKLAPLYLWPL
ATPPVDHPKFPCFLTKLPRNRVEDIEEGLKIMRACGICLRAPTIGAQITVLPSCGHAFHSHCIVRWLMGNNLCPLCNSPA
YDGEMLDSPY*                                                                     
>Mgut_mgv1a015010m                                                              
MGFPVGYTDLFLPKLLVYLLTFLGFVRKFVCGVFSVLGLGDFLEQETASYASRDESGFEQPRSVSAALIRELLPVVKFSD
LAEEDNPPESCAVCLYEFDGEDEIRRLANCRHIFHRSCLDRWMDHDQKTCPLCRTQIIPEDMQEAFNERLWLASGISDFY
GEYSPITTGL*                                                                     
>Mgut_mgv1a010758m                                                              
MTSLTTEPPTLRSIPSVDATASSSSSSAAVAVAAPSHRRSYRCYNCNHSFHITRTATASASPPSSFRCPRCYHRHLIPNH
TISPPPPSIPPPPRPPTSDFPPGPNFYIYETSDDSDSGDDSDSESSLLSFATPNSHQSTPALKSFVRSLPIKIFPPNSDR
SLQSCSICMEDFQIDPGTFVTVNKLPCEHFFHRDCIVEWLQRSNTCPLCRHKLPAESAPKKKAIDPWAHRWEVDRDVLLL
LDRTPVREPRLRRVNGEANLISIATASGSSRRGSSDNGGEVSGRGVDEMRDEDGDILMVDAA*                 
>Mgut_mgv1a021059m                                                              
MEEGNVLDKSLNSAAAFVEGGVQEPCEDACSICLESFSNNDPSTVTSCKHEFHLQCILEWCQRSSQCPMCWQLISFKDST
SQELLDVVEKEKNIRMNPPINTTIFHHPTLGDFELQHVTAAAAMGRARHLARRESQRNRSSSSSQSQSRPQFLVFSTHAN
NVTSGSNAPFITVPEDSAQLIARPSSALADHVVNETRTSSTDSEDIAGPSDSQSFPETLKSRLSALSTRYKDSITKSTRG
WKEKLFTRNNSNPEQVSVSRMMDHLHLSTPNPTQRSSTASNL*                                     
>Mgut_mgv1a006284m                                                              
MEASSSDATNMESSPPSSTSNGGSSSRILHNLPYMRFLQSPVSSLLEYSGILRVRPDYPYSETRPLIPENVAPTLNSQNP
SNSQSIDAVDGGGSGNGEVSIRIIGEREQDNRIGDNGENDVSRAGLGAEEDSTVGGEDVNGSSDGDSSNREGSTYQRYDI
QQAARWIEQILPFSLLLLVVFIRQHLQGFVVAIYITAILFKSNDILRKQTSLKGERKISVLIGYSVLFMFHILGIYWWHK
KNAFFNSLLMIPPNAIPPFWHALFIILVNDTMVRQASMVLKLAVMMYYKNGRGHNFRRQGQMLTLVEYTTLLYRALLPTP
VWYRFFLNKEYGSLFSSLTTGLYLTFKLTSIVDKVQSFVASLRALSRKEIHYGSYATPEQVSAAGDLCAICQEKMHTPIL
LRCKHVFCEDCVSEWFERERTCPLCRALVRAADLRSYGDGSTNLLFQLF*                              
>Mgut_mgv1a012404m                                                              
MGGCCCCASASTELHRSTPFFHYPVSELPPHHTTVDALSTGLLVDTNLDTSLLDTYQPPPAPIPYETYAGRPQTPPTNRE
RSGYNNNEAVSETTNVESIEAANAESTFEIKAKDLESDEKSEINSKLETSKEMEDKSSDDELKKSSKSVVPPLQDEDDIC
PTCLEEYDAENPKIITKCDHHFHLGCILEWMERSDTCAVCDQVYLIAAQYYDLSDSTSFSNNMFSYPKSTRKIMFVFYRM
QLMVISPVGGV*                                                                    
>Mgut_mgv1a013708m                                                              
MGGCCCCASASTELHRSTPFFHYPVSELPPHHTTVDALSTGLLVDTNLDTSLLDTYQPPPAPIPYETYAGRPQTPPTNRE
RSGYNNNEAVSETTNVESIEAANAESTFEIKAKDLESDEKSEINSKLETSKEMEDKSSDDELKKSSKSVVPPLQDEDDIC
PTCLEEYDAENPKIITKCDHHFHLGCILEWMERSDTCAVCDQLMVISPVGGV*                           
>Mgut_mgv1a008320m                                                              
MGHRNIQFTGHITNEADQGIFYSGLSNFPQPNIHPLIPPPINHSNFEFHHIQEHPFYYGTNFASPSSHYNPHLPPPPSGI
RDFFPIQANHGAERFHRNIPYMDGSVEESFKRKNAEVAHTSYLYQNGGSSSSSVVPMHQNRNPWLDMNFGTFAWTQPTPN
LPYLHGYQVAPVNRSAPSFIAPISQGAIRYNPNHPPQVATAFLGPVQPTGFRLYPSHRREITIDPNGRYRNLPHLRVLPE
DEVAVLEIPGGYREAGDSGDQHRDMRLDIDHMSYEELLALGENIGTVGSGLTDEFIRNNLKTRIFSLSPACTNQEELTSP
DQRAINFCVVCQNDYEYEEKIGTLDCGHEYHRECINKWLHVKNTCPVCKSTALRTNL*                      
>Mgut_mgv11b017560m                                                             
MPDTFLTIFVFELPRNRVEDVADGLLMMEACGICMRASTIGAQITVLPQCGHSFHSHCIVRHLLADNDIKTNKKNSEKNI
KKKQKKEVWSLGIEPDVNRTRNLLIWSQTRYHCATDPLVENIDVNP*                                 
>Mgut_mgv1a018884m                                                              
MSSPVNDTTCGICSGSLTGQAIFTAECSHPFHFGCISKNFTNGIRLPVCPLCPPPANPVSSTNVYHSPSSQSRQSRHWFH
TAPSSISDDEPLPTTTADFTSPPSRRVNIKAVPERSAVAASDSVHPFTVLVGLKAPPLSADAISSQRAPIDLVTVFDVSG



SMYGKKLSLLKRAVHFVIDNLGPSDRLSIVSFSSQARRIFRLTRMTDTGRYDAKLAVDSLSADGGTNIVEGLKKGSQVLE
ERRHENPVTSISYSCPTETTLATSNRLVGAYHVETVPVHSFGFGSDHDPITMHAISDASGGTFSFIESYETVQDAFASCI
GGLLSVVAQGVRLSLRSASRGVEISSIPSGRYASEISSRGSKGVVDIVDLYADEEKEFLINLSVPALPNNKADKTERKTS
LLDIDCSYTDVVSKEVIQIECRPVRIQRPKFLSSSDMTVNLEVDRQRNRLRAAESIAEAQQMAEAGNLIGARTLLAKRRT
DLRASAAAQAGDDLSIRLETDMEETKTRMGSQQQYLRVGRAYSLSVKSSHSSQRKTSRGNTVRGADYETPSIANMVRKSR
LLSIKNETSSEEE*                                                                  
>Mgut_mgv1a012496m                                                              
MSWNPPMEVHYQNHSMPYNSIGSFVDFFGGLTYEHMNYIFADADYVQDNAYNPYPGTNTSLYKFAVSEPGSFSYYEYGNG
YVVDNHIPESDEYIGHMSSLMTDDQATVSHAHHERNSNSTSHSRPIECPRNHQDAPDNEVVWQDNIDPDNMTYEELLELG
EAVGTQSRGLSQNQIALLPTSKFKCGLFSRRKFRGERCVICQMEYKRGDRRITLPCKHLYHTGCGSRWLSINKACPICYK
DVVVDIPKR*                                                                      
>Mgut_mgv1a022777m                                                              
TLIFTILNSQIARLLKNNYLKRKKQRMMMGARTGFEYNYKFRVNDEIYPDEIIHLCGTQVFFFQIRTNFILTKKRLLDDD
EEEDKEKDLMGSEIFETSFEDDGPEWLLQMTMSPRLETAYWMPAEESLLLASRALDFAKQTALNSPHPVDVVLVTVDLDV
CTLQLEGETLDDAFGRAIREECLPPLYLWPHLSPRNRLLTIRRVDLDLRLFLRSGLPLIRVEDVDQGLSVMDTCSICLCN
PTIGAQLSLLACGHSFHYHCIVRWLMKSHLCPVCRFHAHDFPIRKF*                                 
>Mgut_mgv1a015778m                                                              
MNNSSDSTPGGGSSLGNQTIGGFGYGIGLSIACLVMFAVVTYVSYVCKRLHGGDGGPTTTTTTTRIRRGSLASLNANPAA
SPDSSSTGKSNASACSICLADYKGADLVRLIPSCGHLFHRDCIDPWLSLHPTCPVCRSSPLPITIY*             
>Mgut_mgv1a007689m                                                              
MDWVLLKIKDRSFPQSPPPPPPPRLPPPSPPPPPPHSQSHTFNSNHGANPSVLLIIIILAIIFFISGLLHLLVRFLLRPQ
IRVPAETDEFTALQGQLQHLFHLHDSGVDQSFIDTLPLFNYKALIGPKNPFDCAVCLSEFEPEDELRLLPNCSHAFHVNC
IDTWLLSHSTCPICRAILAPDFSHATNFCPVVRVLESGNGSFRDDGDDASERSGETEIEVREREIVAVKLGKYRSVVVDD
GGGNGGGGVPIRTTPMKKRKLPRLPLGSNHRTALSECGSDSRREFNGVEAFKILEIRSGDDDGSGKFVTKCKRESFSVSK
IWLRGKRDKPNAALVELSRRAFSSRFPMRRNPTADQSESNGENRLDSDCEAPSFGRRTLQWLIGRQDKVVESSFTSNV* 
>Mgut_mgv1a024387m                                                              
MNILKFIFLNFLLFPLTIHSTDNNCPNSYCGNNNVFPINYPFKLQDQQPQFCSNYTNLTCDTQNNNTILSLPFSGDFYVH
DIIYDSNSIFLYDPRDCLPERLMNLSLSSSPFSAIKYENYTFYSCPINVTEELFSNGFQPIDCLKNYASSTVASSTVSAG
EMKRVYGCSIIVTVEIPVEYDGQFDGFGIYSNLRLKWDAPFCKDCQENYDPDQETGATFSYYKFCRFYYSFKKYRINLIH
DRQTSEQMVGVHWINRLLAIGSCLGPFFGSRKQANGRAAAATTEEVAMQPRTTTTAAVSPPQTTGGAMACSDDKTYPWSH
TISTFFETRENGINSSCIICFEEYNPQDKIRTIDLPACTFLSIKYPFKLQKDQPPNNCQDYINLRCNEKGQAIINIPSSG
DFIVTDIDYYSRKIRLSDPGNCLPRRFMTNFSLYPLEAFRYEDYTYYTCPRNRIIREFSEIYCLSNSTNATIATSGYPPG
VIEGMYGCKTIVSSKIPLPMTSQYDDLGIFDYIQLTWNVSGCKDCEDYYSTEKPGRANSDSTTANNPTTDATETQFSATN
ATLAPPQTTGAANRTENSSEVKKCTELVVLSESQGTSIPSGAPCSICLEEYRGKDRVRFLVQCGHCFHAECIDQWLQKNT
TCPVCRSSLSKH*                                                                   
>Mgut_mgv1a013031m                                                              
MSATLEIVSPQLVEGFHDPAIETQTETEAKNCSLSVHEINQQGGCGINNVNINNHHGFCAICWNTIVLQETALVKGCEHA
YCVTCILRWASCKKEPTCPQCKIPFSFLNIHRSLDGSIHDYMFEESVCLLLRASWFNPIVEVEKEVVDKVEAYYYDDEEE
DLNGFYFNNSSSVRIGNRRWGDNGVGPSRQPKKKEKETPDKEPVGRRAKRALKREAADLAKHQQHLTRLGLD*       
>Mgut_mgv1a007515m                                                              
MGNLWVFLCFNFWLIMCAFAVSGTVVLIGNNVTLSFQDIEANFAPSVNASGKCGTLHVAEPLDACSSLTNKINPNINDTR
YPFVLIIRGGCSFETKVRRAQTAGFKAAIVYDNENGDLVAMAGNPAGIKINAAFVSRASGRTLAKYAGAADAEIWIAPSF
ENSAWSIMAISFISLLAMSAVLGTCFFVRRHRIRRGRPRGPRVREFHGISSRLVKAMPSLIFTAVLEDNCTSQTCAICLE
DYDVGDKLRILPCRHKFHAMCVDTWLTSWRTFCPVCKRDARTSNGEVAASESTPLLSVSSSALQIGESSYNHNSASLQAN
NVSTTRSSVDLRNMSSQRSDGAYVVSPNSLGLNTRYMSAYIPRPSDGSSYSYVGSSSRQHNALHHNESATSFSPFASAQS
LPGC*                                                                           
>Mgut_mgv1a023559m                                                              
MGDINQDYHQRTLYCDLTHVEFTTPEETDDHNIQPEIILNFSWKVDFSQWMIPHAVEEYFTYTQLVTRSNASATNFSFGV
SRMQFQCLDELRGIMEFELRGILDTCDLRRKVADRVWVTALPSVDNSIPTEGRVLNLYFDALRVAVDSDQKTSCSICLED
LSPGGDNDFEEALSMPCSHVYHGDCIKKWLSTSHYCPLCRFEMPTTN*                                
>Mgut_mgv1a021818m                                                              
PPPPPPAAADVPQTPDQLQEIMRRRLHAHMVPVVLIPVDQPGFIPNYPRFDPSSLSHQIEDDYYYDSLFFDENDENLIRF
LDEEEGGGNTMTFGGNNIVELSEETMVAQLSEETIVKNLRTRASSMEINDVDYEQEVCVVCLDDLFGENEKVIATLGCGH
VYHVECIKNWLLRKNECPMCKSKALVFD*                                                   
>Mgut_mgv1a013522m                                                              
MNPILICRRLLQSSDVDSSDGIDPYTSITAAVRRPFDTTAPFNSSMALTILVLLTVLFFIFFFSIYIRRFAADDPPPPPP
PLSCGNRKGGLDATAVDSLPLVAYGGAAADRPMIDDCPICLSEFREREAVKLIPYCGHVFHPGCIDTWLASHVTCPLCRS
AQLFKSVEELCLDVTGDRVIGERSTVEGDDTCTIDGAAATCTCPHSCNRTVLERGTSI*                     
>Mgut_mgv1a008144m                                                              
MKTNYRWYGPLLFHLSFLFFLLQMIVVGAQTRPPPTDQYPYAARFSPSMAIIIVVLIAALFFMGFFSIYIRHCSDSSGAG
GSVRRAISMRARRTAAARGLDRSVIDTFPTFSYSEVKDHKIGKGGLECAVCLNEFEEDETLRLLPKCDHVFHPECIDAWL
ESHVTCPVCRANLSPDQTQTADESPVQVSSESNDNTTTTTINSRSNSRREEIVIDVDGDQNQSSSSFEYPNRPTRSSHST



GHSFVQPGQNLDRFTLRLPEQVRKDVMNRASFNRTRSQIATSLPREGSSRRGYRTGGGGYDEGSSSRPAGGRSYWRIDGG
AKSDRWAFFTRALSMKSPKVVAEGGDGGSTTPVVKMPSFKCLEPKAVDETGLIADREPARHAV*                
>Mgut_mgv1a007795m                                                              
MSSTYWCYRCNRFVRVWSPDSVACPDCNSGFVEEVESPARSSLSDSRRRRFPAAAMYMMRTADSVPVPGSGPGSISGSSP
RLRRSRRNGGDRSPFNPVIVLRGSNDGAAGGVPGTGGGTPPGGAFELYYDDGAGSGLRPLPATMSEFLLGSGFDRLLDQL
AQIEANGFGRIDSNPPASKAAIESMPTIEIVDQHVAVESHCAVCKEAFELGIEAREMPCKHLYHQDCILPWLTLRNSCPV
CRHELPTDNENRESSETNRGANEVGGTDDETVGLTIWRLPGGGFAVGRFSGGRRGGERELPVVYTEMDGGFNNNGVPRRI
SWGSRGSVSRDRGGLRRLFHSWFACFGRGESSNSSSSLDSRMSRRSGSLSSVFSSSSRRRRGWGFDVNDGNERRW*    
>Mgut_mgv1a025461m                                                              
IDRMASENFEALHFTDLKEKIDGKSPLLGALFLFFFFFFTFFSLYFLYICTRHQTPPNSNTPPAPPPPRTAGLDPATIGS
LPIFSYGSTSCCKNKKPIPEPAEADCAICLSMFQEGDKVKVLPLCRHGFHSDCVDKWLITRSTCPLCRAGVNPPASLSDS
RV*                                                                             
>Mgut_mgv1a013132m                                                              
MSGSSRSSRNRGNMQTGNEYWTYLPNNNLPDFLPARTSPNYPRERGRDSWQLFEERVIGGGGPSYDALMASFPHAHGIPL
RRASMPLHLLLMEDYGGAYPPPHSTTTPPPYNYQQPRYNYNNIQEEPRLSQEDQKQALNKLSKQLYSPHLNRIIKRLGGT
GPTTSNNGSDDDDGKRCAVCLEDFDTKQYVTSTPCNHMFHEECIVPWVKSHGKCPVCRFLIIEKDRTTAY*         
>Mgut_mgv1a024255m                                                              
RQFRHLRRRTQTISAAAPSASNTFRPPHPPPPAAAPYVRGDETMQPRSAPPPPVNFTSIVSRPPNRINPNNRMSNAGASL
LRYQDQYLYDDRYFFNEEEVALILELSDDDDDVVVLDDSNNFTGGGGGNTNSNININNNGGLSERTISQNLRTRSSLEVN
VDNYEQEVCVICQDDLFGEHENIIATLDCGHVYHVECIKKWLRSKNECPICKARALNFN*                    
>Mgut_mgv1a025601m                                                              
MNPLHPSMAIVLLVLSLMFCLTFLIVAYAKFCHSPTATEPPGGGGGAHDLTGPRSRFSGLDRTLIETLPFFRFSSLKGSK
DGLECSVCLSRFDESEILRLLPKCRHAFHMSCIDKWLESHSSCPLCRHKFDIKDLKSLSYTNSFRISSTDDYDQDQPPNL
EFFIQREQNQERPSSRFNNMANTLQRLYNNTGKKSEEPLIINNNQDYSIMHNVKHRIIVSDVMHKSRWSDVNSSDLISLN
SEMLMISATYGTGFSSPSGRLTYSNEVSAKEQILKIKEDMERKKFVESKVVVGNGQTSSGESSSMMVTSTKSLDSGEKRS
MSEITSFSRFKELRFGKNVDEDENVARVWLPIARRTIQKFADQEITSDNPRLKYSVNNV*                    
>Mgut_mgv1a011264m                                                              
MATAGSIQPMPPPPSPPLQPPLPPVQTYTYPPIIIVLTIVLLIFFFVGFFSVYFCRCFMQNILCTWHIRHSPAGTPVAPA
NPAAAGGLGLDPLIVQSFPTFLYSTVKEYRKDKYGLECAICLIEFEGSDSLRFLTTCCHVFHQECIDLWLESHKTCPVCR
RSLDGPVHTPAKSPIFSGNETERVGDSVRITIDNDEERGGGGGGDKGQDRVSCSNNNDENDTADKLLRSREDDDDRFTLR
LPEHVKTRIIVGHSSSKSWTAIGEYKDKDKDKNVGLAEVSDSGNKDS*                                
>Mgut_mgv1a006951m                                                              
MGHRNTQFTDQQQQGHSNFYGTSSNFPQPNIHSVVPAPINQSNFNFHHHMPDHHQDNPLLYAVPQMNAAPSSHYNNPYLP
PPVHLNHGTHSMVGVPFKRKNADVAAHPWIYPYYNNASVVGPSSSVESDVALMDNSRMMVQGCFVAPPHQLPGNNPWLDM
HFGSNNGDAGNFAWAHPPLPYVQVVDGFPNVPHPQGQHNPHHWMTPTMQGARGGYNANIQSQVATSSRNRTPAISPFQEM
VDTRPTFVAPIPSMGFRLYQPPQQREIVLGSNIRHHTVPHLRILPEDEVAILEIPGYREAGGSIDQHRDMRLDIDHMSYE
ELLALGEQIGSVRTGLSDEFIRRNLKIRSFASSASSVNLEKEICEDHQINLCVVCQTDYKEKEEIGTIDCGHEYHKECIK
KWLIVKNSCPVCKSTALSNKAVNL*                                                       
>Mgut_mgv1a008514m                                                              
MPVVVVADDPATAAGEQIRCRKPRTPPDNPETDPNPIRTKTTISSILISSTNETTSKKKNFTSATFRGLGCAASSQVSVP
AVIRTSANWESKKLKKKRLKTKINTNDNLLLPPPIISSDSSSRDNPSSISMALSSSSCVGVPDVWCGPGLGLVTDASSVD
CVVSRRPARGKVDAADRILLAQRERPYNSVRRMVSPEENPFIESDSAFGINRFRSDFSGSRHHHHRHHHHLRHGAFHGGL
AEIVMLQSNLMMGGRSDRLDRYRDLRLDVDNMSYEELLDLGDRIGHVSTGLREDEITGCLSKTKLAMFEDLSRHFATELE
RKCTICQEEYEAGDETGKLKCGHSYHIYCIEQWLGRKNTCPVCKTPALSQS*                            
>Mgut_mgv1a020699m                                                              
CRLQAYGMPDSAIDSLVSGAIEFSKHCSVDDDDLLVIPVVVDLDVCTVQLKRETIDEAYGRAIRSECLMNLGKVRVEDVD
LGLSLMETCPICLIDPTVGDQISVLPFGHAFHNHCIVQWLINSNSCPSCRLRFDSN*                       
>Mgut_mgv1a002510m                                                              
MVLGWRRAFCTSIPKDQETDSPIIREKPDPAPNLRSRFTGFFSDPPTPTLRCRTTATPPPASTNKSNGSPKLKCKTTRNS
PRLFFHRSAPSSPRSPSTFSLLKSTLRLSKSRCGICLEGVKAGEGTAILTAECGHSFHFPCLSGQMKKQASLTCPVCSVT
WKEMHLLNNTTQKKGDNHVVVDKRLLALKVYNDDEPISSPISCAGFNTIPEEGSDDFPGFFSVPAAELETESSCVEVALL
PEAAVVSVGKTSETYAVVLKLRAPAAAPARRVPVDLVVVLDVGRSVAAADKLQLMRRVMRMVVSSLSAADRLSIVAFSTT
SKRLLPLRRMTAAGKRSARRIIDAVVALDCGAASATDAVKKAAKVIEDRREKNPAASILVLSDGHHSGRRITSARWFAHS
EIPVHSINLNACINAPPDDTFIKSIVGLLSDVIQDFKIQLGFTTGSAAAEISAIYTYTGKTGFVGSGSSWCRVGSFHSGE
ERELLIELRVPLSLRGAHRLLSFRSSYKDPSTQQTIYDKERALSIPRPRAVGSSTRDTQRLRCLFITTRAVAESRRMAER
NDVAGAHHMLASARALIVQSGSGSSGEEFVRGLEAEMAELNLKRRNNHEREAAAAAAPVSRADEKAEPLTPTSAWRAAER
LAKVAMMRKSLNRVSDLHGFENARF*                                                      
>Mgut_mgv1a018886m                                                              
MQPRSAPLPPVNFTPIVSRPPNRINPNNRMSNAAASLLRYQDQYLYDDRYFFDEEEVALILELSDDDDDDDVVILDDNNF
TGGGGGGGGSSNNNNGGLSERTISQNLRTRSSLEANVDNYEQEVCVICQDDLFGEHENIIATLDCGHVYHVECIKNWLRT
KNECPICKARALNFN*                                                                
>Mgut_mgv1a022027m                                                              



MEEFCRGAMKRHGDSVATDLHRIDTTSMTYLAAPPAIGEFVVKFVFANASFVSFEFMQQYSEQRYIMRCAPLPLREEFVV
FDRDEFSRDDDEQVCDDMSRVLENLIMTPNLRQRVRDMALVMLYTVIKTMPRSHNHILIKICAFANFRIDFGIEMPFFED
ELLKDLEVEKYVVRGIDAATCAICLKDFVHGCKYVFTACGHKFHRDCINQWLGVSCSGRRCPICRHTFDQFALAT     
>Mgut_mgv1a024839m                                                              
MIQIIPKSAVLTYLVMFISQLNCAWDFILYQSFFQTRGIVLQEYGVNTIKYNYNEYSEESSEECAVCLCSIDEGDDVGEL
RCDHLFHRVCLDRWVGYGHATCPLCRNNLKQPAELGHQELILINFCAAAAAAVSSRDDRSTWWLR*              
>Mgut_mgv1a018092m                                                              
LERGIHGLEPVVVANFPTKKFRELCLSSKENVQCTVCLSEYHEEDTLRILPPCGHSFHATCIDIWLQQHSTCPVCRISLR
ELSERKWFMQPMFSSAVRSQYTVQSANARYCHCMANTHRHPSGSHNNCNLGPGSTHAGQCRPEGDTVNVIVRDGNSASTE
HNRIFKDSANRKVESQSGR*                                                            
>Mgut_mgv1a008939m                                                              
MLEETSTSSSAAAGAFPEVLFRSPVVLSSIGDPSTSVTAQALHFSSGNPRIEEIRGVMHFYRDDMASSSSQLPVDRKPLI
CVLGVPNHMTYADFCQFCGSFIQHMLEMRVVRTEGMEDRYIVLIRLDDQNSADSFYKHFCGKRFSSLEEETCRMFFTIDI
QYTGSIEHSQPSTASSVEQPSCPVCLERLDQDTGGILTTICNHSFHCSCISRWTDSSCPVCRYCQQQPEKSICYVCQTSE
NLWMCVICGSVGCGSYKNGHAISHWKETEHCYSLELETQRVWDYAGDNYVHRLIQSKTDGKLVESKHHCLHNNDGCSDCT
GYSGTVLDNEVEYIVNEYNELLTSQLESQKIVSSSEN*                                          
>Mgut_mgv1a012315m                                                              
MEFYAYPSNSFRPSSSPPPPPSSSSSSASPEESCSPLGFLVNKIKEFARCAVSAILGNVFSAIFTFFFALVGTLLGAITG
ALIGQETESGFVRGASVGAISGAVFSIEVFESSLLLWQSDESGLGCLLYLIDVIASLLSGRLVRERIGPAMLSAVQSQMG
AVEVPFEEVPNIFDIGGAKGLLVDSVERIPKFTITRDEIVDTPGDGVSCSVCLQDFQVGETVRRLPQCHHMFHLPCIDTW
LVRHGSCPLCRRDL*                                                                 
>Mgut_mgv1a022721m                                                              
MGALAKLLSYPDKILAVFFLEALPEILRLLVLAICVVWKYYKLINTNYKYKSRMKKKTSKFTTRANSSLGECAICLSEFE
EGEEGMEVVECKHAFHKHCLEKWIQGYKATCPLCRSLVVPEVILAEYQRMQVEREDSWIEKEMALILLNALDGRSCNGYF
*                                                                               
>Mgut_mgv1a006235m                                                              
MAQMNSCSLLSTIWDFLALGQLQFLGQSQSGVQRCIRRLYQNLSQSLSLSSLSLYTDCLIPDNLSLKSMSSAGIPGGGGG
GVAAVPHQYFCYQCDRHVSIVPPTSPTAEIVCPNCQGGFLEESDSPPPSIADNPIHNPFFSDSFPSAAPFGGFPIILSSA
GAGAAHAGSAFTMSSGGGGGGGGFDDLSALLGSRSPNEFNPFSFLNNYINNLQSRGANIQLVFESPGGGGLGGMGADFRI
PSNLGDYFIGPGLEQLIQQLAENDPNRYGTPPASKSVVEGLPDIKITAEMLASDSSQCAVCKDSFELNEEAKQIPCKHIY
HKDCILPWLELHNSCPVCRYELPTDDADYENRRTGQNNNNSGGNQDGRNNNINNSNPQTPRAMERMFRISLPSIFGGFGS
PAETSNSGGGAGNVRGGNNNNNNNNNNGGGGSGPSNSGSGRGNQAREEDLD*                            
>Mgut_mgv1a018211m                                                              
NTLKICPLLSDGITALSIITDGLSKDQITRCLKIKINYCPHIRNIRDPDKDREVCAVCFDALCQQNNNHGIINNIGIVEC
KHEYHSDCIRRFLQVKNFCPLYKSVAFNYQLADHVN*                                           
>Mgut_mgv1a012270m                                                              
MADCTSRVGFEYNYNLWLDYSLISKDHGYRLTHGHNNFIFEIRTNFILKKIRSEDEDEILDSEEFGVCFSDDNGAPLPLH
FFICYRLEDYWMTFDETSALERGAVAFARQTAAAATSANRDLVFPVVIGIDVCTVQQEGETIGEARARAIRSKHMVPVFL
YQLACFRLDQNRSAKLCVFLRDVLPRTRVVDVVVSDDEDFVCPMCSKRPWFGVQVTSLPCCGRTFHSHCIVTWLEHNHVC
PSCDSPVYDPDYMHLY*                                                               
>Mgut_mgv1a015982m                                                              
MGLSNFSSPAEGVLPMLVMNTVMSVALVKNKIRSVLGGGGGDQDSDEEYYYAGGDDSRSRRVSITRYESLCRNRCGCSQR
GRRGGGEWQSTVECSVCLNRFEAEEEVSELSCKHFFHKGCLDKWFDKQRVSCPLCRSIF*                    
>Mgut_mgv1a017791m                                                              
MANCIVLVLMIMANCIAHLYLLWRIKRSEDALQLPVVAPAQPPPAQAAATTKRLAGGNEIVFDTFIQEKAKEEGGCAICL
VEYEDGETLATITSCKHRYHVFCIGAWLKDHDTCPLCRTQ                                        
>Mgut_mgv1a020271m                                                              
MSTTPPPPPPLISSAKSASFSKNLRSIGFGYSFAIALGFLVLFSSIVLAFYICCRSSAAARRRRHDLQIQNQNRRNRSGE
HSIYLPSTIFVDESEPQNGVIGLDQAVINSYPKLVFAKRSGNWGNDAVCSICLCEYRESEVLRMLPDCKHCFHAMCVDAW
LKLNASCPVCRNSPLPTPMSTPLQEVVPLSQYADGRRR*                                         
>Mgut_mgv1a011621m                                                              
MRPLSFSPAMEGTSAVRDSGGSTSSRSDSSCDYEPTTKPHSSHRNRRCFMSKAIHPLSFPSQPPLEYSTAATPQRENRHH
LSSASGGSTDLTELPEETFEHADCFRCGLCERNLSQRSPWSSRRIVKTGDMPVAGVLSCRHVFHAECLDQTTPKSRKNDP
QCPICVKIEEENSSPLFSKMRSSFPRLKPFSDDVAPPSKSWGCVQAGDVAPAARNTLLSLNRSRFRKSLSLKGQRGREFA
GKFWRSGPFSPQLCVGPTVEHSGAGSSKTTGGSGLK*                                           
>Mgut_mgv1a021543m                                                              
MSSPAEDKECGVCTRRITSEAVFTAECSHSFHLGCIFDKNSNTSPLSLCPLCYTNWNHLPFYKKPNSDSNVFHTNVYHPL
ELYYDDDDPFLEASIRESLEFSDDDDDPFLEASMPEPLEFYDDDPLLEPSSASIVVVGGGLLQKVSVEAIPERHAISASE
PVSLFTVLLKLKAPPLSADAVSSQRAPIGLVTVLDVSGSMSWNKLSLVKRAVHFVINNLGPYDRLSIVSFSSQARRICRL
TRMTDTGRYDAKLAVDSLYASGGTDIVQGLKKGSQVLEERRYENPVTSIIFLSDGNDTCNGGGGGSYFRQNSNFGNGPPE
YLNLLPRSIYPGEGGGGPEDMERIPVHSFGFGSDHDSVTMHAISDASGGTFSFIESYEMVQDAFASCIGGLPSVVTQELR
LTLRSASDGGEIESIPSGRYASEITDQGSKGTVHVGNLYADEEKEFLINLSIPALPNSEETERKTSILDIVCSYRDVVSK



EMVEIESELVEIKRLKAVLPSDMTVNLEVDRQRNRLHAAESIAEAQKMAETGDLLAARTLLAKGRTVILGSASAQAGDVF
GTWLEEDMMETERRMGSAQLYQREGRAFALSGMSSHGTQRATTRGKKVAGAGLVENFSCVAALQSAPAFGFDPYSTPSMA
NMVFKSQQLSKTDDTTTTKEK*                                                          
>Mgut_mgv1a023613m                                                              
TPTRRFKPRFSLPKLSRINFFFSCKIESSVWILHQDNPTELQCIKRVGFPPTRTSSYHARISFRQLSCFEETLDVVGPCL
GPPLDEDGPRRELVEYAWTKALERALGHMKGHEVLDLHFDVVVERKLVFSREVVERAPDSGRRNVTSDCCSICLEGFSGE
EPLGMPCSHIFHGSCIGKWLRNNPFCPICRSRFPLS*                                           
>Mgut_mgv1a025807m                                                              
DARDYSFRMVPAEYSSIEGLKTVDSRRNMAEMSCCSVCLEDLSGGEEVLLLSMPCSHIFHGDCIKNWLRTSHYCPLCRFD
RSELDI*                                                                         
>Mgut_mgv1a014680m                                                              
MPTFAEEIHRRAPPQNLSRSQRNLLLFFLKCVIMLVVMSLFLFFLGFAAVVLLHFLFMSNTFHRRCTRLLQPTTNPAESP
PPPVHPLLPDVAYTAAAFPRTSDCAICLDSFREGEACRNIPVCKHVFHAKCVDRWIRKKPTCPVCRTRVDPDPAGSPGSR
INGDDQWKRLWVVNFEQGTSY*                                                          
>Mgut_mgv1a023956m                                                              
MVPTAERSIEVLKKVSVDSRRDMLSTDCCSVCLEDFSGRGDCEEELSLLSMPCSHIFHGDCIKTWLRTSHYCPLCRFEMP
LAR*                                                                            
>Mgut_mgv1a022531m                                                              
MDHQQQPDQANFAGDHHTRRRLWRIPGRVATAAAGGRILLPYSPFVPLAYHYLSNNDQHPRIVQLDDLTAAIDNNNSSDG
LSEKSRSQSREVCAVCLDALCQENNNIGVLECKHEYHSDCIKKWLRVKNFCPMSARSRSKKPRS*               
>Mgut_mgv1a008419m                                                              
MEEGKLPENHLTSAAAFVEGGIQDACDDACSICLEDFCDDPSTLTSCKHEFHLQCILEWCQRSSQCPMCWQSISLKDPSC
QELLDAVEHERNVRMNPPRNTTIFHHPTLGDFELQHLPVSASESELEERIIQHLAAAAAMGRARQLVRRESQRSRPSSQG
QPHFLVFSAHPNGATATSAASSATQRDGSGMPPQLMTAGADAPFITVGGDSAHFVPRPSSAQADQLMSTASGSSAGAHQH
GTSSSNRSPPAQTSPQDRAGPSDFQSFSESVKSRIGTWSTRYKESITKSTRGWKERLFARSGPTSDSSTEVSREVDQGGT
ATLSRMMDHLEIAEDGRTNSPTDAEDSTTPDPTTERLTIGSSSTRAPCAASSSN*                         
>Mgut_mgv1a022853m                                                              
MSSSSNSNSAAAGSPHQYPQEIQLKLYQAFIFSIPILFSIILFLLFYLFYLKRRSSSSPSLLPRTSINNYPTTTTTIIST
NNSDAEYMKNEQKNKLCTVLFDEYMKTRDSSCCVCLGEFEVKEELLQVGTCNHIFHIDCIRHWLHNNSTCPLCRSPVFLS
PNFFTSKSHHHLSPNLMHHTLTTTLIITNTSTTPSSQASSTAATAGTTTTTTTTIC*                       
>Mgut_mgv1a017759m                                                              
VMSFTPAYGETHLGEDRTNNNASGLSEEDIDRCLKKKILCPDILDNKGDEEEETEVCAICLDGMCHQKDKTGVGILGCGH
EYHVCCIKRWLRVKNFCPLCKAVAMRTSACN*                                                
>Mgut_mgv1a005035m                                                              
MLKLQTYAGLSFIATLAVTYHAFSSRGQFYPAMVYLSTSKISLVLLLNMGLVLMCILWQLTKKIFLGSLREAEVERLNEQ
SWREIMEILFAVTIFRQDFSVTFIAMVTALLLIKALHWMAQKRVEYIETTPTVTKLSHFRIVSFMGFLLLIDVSFMYKSI
KYLLDTRTASVSLFFSFEYMILATTTIATFVKYIFYVSDMLMEGQWERKAVYTFYLELIRDLLHLTMYMCFFLVIFVNYG
VPLHLIRELYETFRNFKIRIADYIRYRKITSNMNDRFPDATPEELDTSDVTCIICREEMTTAKKLICGHLFHVHCLRSWL
ERQNTCPTCRALVVPPENGTSTTGLRADGPQQGTTAPSTSSPSSADNSASNNNISQHQIRLQAAAAAAAIYEKSFVYPSP
STPSGSPGSTLHPGMANNGGNYGQLRARNVSEPQQDLQVKLIQHQIEFLQRQLQLLQTSNGEKKMDVETTPDNKGKTVIP
SPSSSIIDSSETHSPGATD*                                                            
>Mgut_mgv1a026706m                                                              
MGDPPSPYAPPPPPPPRQNLPMLYYGLVIICTAAIILALYNLVIVQWCTDMTNRGSRQRRAGGPTSSWRFRNSSVNPVPS
FKYKREDAEGGDTECAVCLSVFEEGEELRQMPKCKHNFHAPCIDMWLYSHMDCPLCRSPVGPP                 
>Mgut_mgv1a020789m                                                              
MSNKSCEDRTNNNGSGLSEEDIDNCLKKKVLCPDILDNIGDEEEEAEVCAICLDGMCHEKDITGVGILGCGHEYHVCCIK
RWLRVKNFCPLCKAVAMRTKANSDLLVAC*                                                  
>Mgut_mgv1a007086m                                                              
MAFPVVGLHRKSQTNKVPLLMERAETRNDSEHIIDIAGTSNASSSSSSSSSSSNERPSNGQNSEDLPSTSSRVPVYQPQL
LSSGSNSRNSSLLRRGNTRGRQRSPLNSGLWISVELVLTVSQIIAAIVVLSLSEHEKPQAPLRAWVVGYATGCTAILPLL
YWRFRYRNQGTEQEAASQIRLESSVGNNSGAPLTRRVVEGEDRRSTGALTRGAQGIGLPNARLKVFVEYFKMALDCFFAV
WFVVGNVWIFGGHSSSAEAPNLYRLCIVFLAFSCIGYAMPFILCTTICCCLPCIISVLGFREDFSQNRGATPESINSLPT
YKFKAKKNKSGNDKEGGIVAAGTEKERVISEEDAVCCICLAKYANNDELRELPCSHFFHKECVDKWLKINASCPLCKAEV
GETILTSLTEATASLRNSTV*                                                           
>Mgut_mgv11b017345m                                                             
MGDNQDYRQQAFSCYLTRMEFTTPKETDDHNNQSEINLNFTWRTDFSEWMIPHAVQEYPQLVRRSNESTTNISFGVSRMQ
FRCLDELRRVMELELRGILDDYDLRRNVADHVLVMTLARVDNDIFADGGVFNFYFDALVDNQHIVFGEINDEQFNCMVPA
ADSSIMSSLKKVAVDCDQKTSCSICLEDLSPGGDNDFEEALSMPCLHVYHDYCIKKWLSTSHYCPLCRFEMPTTN*    
>Mgut_mgv1a020648m                                                              
MNSTTASGGFLGSQNIGGFGYGIGVSVGILLLITTITLASYYCTRNTAAASAFVLPQRNPRTAAQPPEDHDVEAGLDEST
LSTYPKMLYSDAPKVDHRDSTASCCSICLADYKSSDLLRVLPDCGHLFHLKCVDPWLRRHPTCPVCRTSPMPSPLSTPLA
EVVPLATRPNG*                                                                    



>Mgut_mgv1a009630m                                                              
MPVRRCRPVAGVAARGVAGYEYRYRFSVDEEDEIAKLYKFQIHRGKKTYLFEIRTSFVIKTIDGQEQIMDSERYDAQVYD
DSNEHGFMMMVEHRLADYWMTKDEISTFVHETCDFASQIGKDPKNESRLLIPVVIHLDVCTVQQENESVDSVNNRAIREQ
NLIPFYVWPEATVDRGKFNNYLLLFCLNLVMARANVGDVVDHRSGMRPRVRVEDVEEGMTIMPLCNICLRGPMIGTYVSW
LPSCNHAFHLHCIVRRLLLEDNHFCPTCQVRAYPRVQSAVLLYIPRGGRHRHEGGGGGRWWRHSCGTANCIDVHEPTHAH
TDTSTHTHTHHRHLKW*                                                               
>Mgut_mgv1a001925m                                                              
MARGGEIGHKRKIKNKVQLEKKGSDESDEDYKVEEDEAINVSEDEYCSSLADDDTEESLGAFEEEWVEKKVKKVTRPRGR
KRSQTRKKNGVVKPKRKKVAYSEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEYDEYNRSGATQQKRNKASL
KEEKDDDIESLYRQGDEEFVDVNARKRSRISRKRSRVSRTELSKDSYNEIPRKKDKVSYVEEKEDGDNDDSDDKDDEEFT
PGEEVLKTTRRKPVKKWGLRRKERSNLTKELPHENPTSRKKKMIGGRRRGCGGRKRKYVVNSDSDFVSSGSSDYEYTVSE
EEIEQVRDATQFCKRSRNSTSLKTVKEEELLQPPKPKRPLVRKGKQKVVDMKIELGKQVCGICLSEEGKRTVRGVLNCCS
HHFCFTCIMEWSKVESRCPLCKQRFATISRTAGNELTDAVFPVPQRDQVYQPSEEELRGYLDPYENVLCSECQQGGDDAL
MLLCDLCDSPAHTYCVGLGHEVPDGNWYCDGCRPTALASSNGQPLNPNIHDNNNININVGTNNNLSVGSSPIASVRETFD
LNEEYVPETPLLTQGTNNNVHFQATSPTSGQGAFTLQERRRIQRQIQYLLNNRSRQSDRSFGAGPASEISLFGSPIGQDG
VVRARTGPQNVYLQGRLQDYNTVPPSLYNNSEVFSRRVSSLRGEALPSQASTSTDHSYGGLSLPSEFSGFNGRIGGGLGH
NQQLHPCNGTSNTLPYQFR*                                                            
>Mgut_mgv1a022225m                                                              
MAHLRRFNFSAEFQRAAAFHHPPPPPPPLLPWAIPGRIFPTAHGYVLIPYSPYIPPQHYYLSNNNYYATTTTRRSTYLVQ
EEDQTLIFNAIRTAAGLSEDQITKCLKIKINNSCPDIANNNRDGPEESDVCVICFDDLCQENNKNNIGALECGHEYHSDC
IRHWLRMKNFCPLCKALAFKCCPVRSSC*                                                   
>Mgut_mgv1a025580m                                                              
MSSSFPPPLTVIGGGFATPADVASQLPPPYSDGAGGATSSSVVIVIIIIASAVIVSASIYLFLRCLSKRFHRSFRTYSAA
DDVVLRRDSSGGISGQQRECHVPASSLLDALPLFTFRSVTGNLTGGDCAVCLSKFEPHDQLRLLPLCCHAFHAACIDTWI
VSNQTCPLCRSTVVPSDADVLDKILSAENGGNSLRSGSFRIEIGSISRRGSGAGEAAVEAGVRRSYSIGSFDYIVDDSGY
EVPAGSVAHRRGISDCNSADKESSVGIQMPDPPGEALAAEVSSGRNWLRDYVDRLASVSISSRAMSFRSSGRFFSGSSRR
TDPVAAAEDLEANRVGEEISELFRWLSGV*                                                  
>Mgut_mgv1a014058m                                                              
MSGQEQVRIYTRARRRQMLDVDLNTVPPSQDSQAFQQGGATVLPPPIDVEALDDDVIISSPRAFAEAKNNARRNLDRAIV
VDVDSVVTDERLSRKRRRAPSNQTIINCDLYINLEGSSNNSTRKSGQSAVVAPPPPPPPPKEPVFSCAVCMGPLVEETST
KCGHIFCKGCIKAAIAAQSKCPTCRRKTTVKDLIRVYLPRCA*                                     
>Mgut_mgv1a020245m                                                              
INDEQFNCMVPAADSSIMSLLKRVAVDLDQNISCSICLEDLSPGDNDCEEALCMPCSHVYHGNCIKKWLSISHYCPPCRF
EMPTTN*                                                                         
>Mgut_mgv1a009653m                                                              
MDEGKKAESHMASAAAFVEGGIQDACEDSCSICLEGFCDSDPSTVTSCKHEYHLQCILEWCQRSSSCPMCLRDISLKDPT
SQELLEAVERERNFRFTPRNSTIFRHPTLGDFELQHLPVGVNDAELEDRIIQHLAAAAAMGRTRGGVARREGSRTRSSAH
PRRHPYGSSTGGREEIEPAAASENNPRFQLSSLNDETTQHMAPPFQNNQISASSSRNYVNQSSLPNQDRAGPSEFQSWKS
RINSMSMKYKESISKSTKELKEKLFSRNSSMADIGSEVRREVNAGIATVSRMMERLETRDNNNNNNRDASVTERSNSNQH
TPNDSASLSASSIPS*                                                                
>Mgut_mgv1a018595m                                                              
MICMYVESYLSPFIFVFYSCIWIPFIQTTHSIRQTFTLLLNPHDRPEKPDTEETQSCQLDLPVSRFQDLKIFSKNRGAAM
DNQEEEEECSICLMEFEKEDLVNKVPRCGHVFHMECMEKWLDRCQFTCPLCRSLLLHAKKTVSY*               
>Mgut_mgv1a018383m                                                              
DQMTAIYNNNSSDGLSEDHIGKCLKIKIINSCPDIDNNIRDLEEREVCAVCLDAMCQENNNTGILECKHDYHSDCIRKWL
RLKNFCPMCKSVAFN*                                                                
>Mgut_mgv1a010352m                                                              
MSSGGNTHWCYQCSKPIRARGRQLLCPYCDGGFVQELPEFMGAHPGDASGIGVVEPFQDPRLSFMDAFAALMRQRMTGRD
PTFDVRTRQGGVGPTRPAGPLLIFHGQSAAGFPERDPIDFFFSGGHGTGNRRAADLGDFFMGNGLHELIEQLSTNDRRGP
PPAPRSAIDAMPTIRISQRHLSSDAHCPVCQDKFELGSKARQMPCDHIYHSDCIVPWLVEHNSCPVCRVELPQQVLGNAR
SNWNQRNGNSSSSGASSSNRRENITQNMGRWNPFSFLWPSNSSNQNTQRHSRTGGNSSSSSNEEHNRTNWPFDY*     
>Mgut_mgv1a007741m                                                              
MLNAELPHHQPQAPGPSHNHFPHQPPARNFHMVPDKYFHHPSSSSLSGQRVPGVDGSSYNQTMSSGRGMYKRKSPSMPQL
CDGGYTSRYYDVGSSSNPHLGADRSQEKQIKEFYHTPREEYPPRYRVDNLSIGGEGMPRNVRSRTGVELEPNIPRTHRPS
NSFHRCFSSGSSDPSNSVDFWGQSSNVPTMEWNRHLVPPASHGLACPPDSSVFNHVPNTQNTVNSYANGSVESGSYSNNA
TSNRNPVPQNGNSSLNQPVRGIQSGFDQRSIPAFRASSSNFHHGQVGHSDEGSQMVAGRYPSRYPRAHSTIRFRTSERHG
RTGISSDRYRPFTEEASLRHHMTPEDEYKNMDNAGALKCGHDFHVGCIRKWLSIKNSCPICKASAVDDSVKDKSST*   
>Mgut_mgv1a018046m                                                              
MTPAVDSSIRKLKAVEYSRRDILEMNNCSICLENFSGGDGGDCNKEAVLSMPCSHIFHGDCIKTWLMTSHYCPLCRFEMP
TS*                                                                             
>Mgut_mgv1a008136m                                                              
MPSNSDTPSPTAAVDSTPLLSDQILRSSPQFLRRTPSLRGAARFLRRASSRGRAMRDPSVRVRETAAEQIEERQSDWAYS



KPIVILDLVWNLAFIAVSISVMIMSRLEKPSMPLRLWIVGYAVQCVLHMACVCVEYRKRYSQRNSEGSERGQPRYSRNYS
NSSSGSDGMESGNYDSERPPSDDETSVTKHLESANTMFSFIWWIIGFYWVSAGGQYLTSEAPQLYWLCITFLAFDVFFVV
ICVAVACVIGIAVCCCLPCIIAILYAVADQEGATKEDIDRLPRYKFRKIGDFEKQSGEIQESFGGIITECDTDSPTEHVL
PLEDAECCICLCAYEDGAELRELPCRHHFHLPCIDKWLHINATCPLCKFNILKNGNQNDSEEV*                
>Mgut_mgv1a026541m                                                              
MVPTADSSIAELKEVGPADSRRSMLLADRCSVCLEDNFSGSGEEVLLLSMPCSHIFHGDCIKTWLRTSHYCPLCRFEMPT
SSI*                                                                            
>Mgut_mgv1a019339m                                                              
MGSAGNQNPWAPYNNYKDCTQGVCSIYCPQFCYFIFPPPPPDTDSAAPFSPLIIAIIGVLASVFLLVSYYAIVTRYCKGR
RNRTATTSPDQTEPNRDQFHVDSASGLDEALIKKIAVCKFVRGDGLIEGSECAVCLSEFEENEPLRLLPKCSHAFHLPCI
DTWLRSHSNCPLCRAHVVVLANHLPIAQPSSSPPPLYVDSNQDPALNELVLTVDDREIVSPISDNRSPFQDCDENAEVVI
KEVTSEIIVGSDFRRSISLGTFPFQRNLLISDVLKFDEIEDLRVEKDRSSKGIGCSKGFAVEERKSSGGNIKRSFSSGAC
IFTVRDKGKSSLLPH*                                                                
>Mgut_mgv1a002384m                                                              
MMSGTWSKLKKSLSLKSSGASASSSQLPPRDPIQSDSRSAVPRSPSSSTTSSASLSSRLSRTLSSGGRFSQKICAICLKN
VRSGQGQAIFTAECSHTFHFSCIAKSVNHGNHLCPICRSKWKEIPFQLPALSSHDHDNDPIHWTRVPLIPAPLNPPPSDP
FCYSDDESIDSPVDSTLPASSAPSVNVSIKALPEFPAVAAADSVSDFAVLVGLRAPTVNGQQVDRAPIDLVTILDVSGSM
NGSKLFLLKRAVCFVIENLGPADRLSVVAFSTSANRVFPLRKMTEQGREEATAAVNSLLASGGTNIGEGIRMGKRVLEER
RRKNPVTSIILLSDGKDTYNCESVYRVSASPALVWDYTSNSSTNRPRVFPIHTFGFGGDHDSAVMHRISDASGGTFSFIE
SVEAVQDSFARCIGGLLSVVARDLRLTITTSTASNIGSISSGRYENEISDQGFRGVINVGDLYADEDKDFLVHLSVPTWP
IADETTRTPLVDIACSYKDTASENVVELEMVRVEIKRPRIVSQADSIASLEVDRQRNRLWIVEGIAKAKEMAESGNLEGA
KALLTERRSTLVSSASAQAGDGLCSWLEAELVEIGERMASVEMYERSGRAYMLSGLSSHSWQRATTRGDSSTNSQPIMNG
GGASAVGYNTPSMVTMVTRSQDLSACYQRDQQRGRKVYPNL*                                      
>Mgut_mgv1a023044m                                                              
MVPVVLIPVDRPGFIPNYPRFDPSSLSHQIEDDYYQDSFFFDENDENLIRFLEEEEGGGNNMTFGDNNSAELSEGTIVAE
LSEETIVKNLRTRASVEIDAVDYEQEVCAVCLDGLFGETEKVIATLGCGHVYHVECIKNWLLRKNECPMCKSKALVFD* 
>Mgut_mgv1a017760m                                                              
MDSQHQIHGQDRHSAAAISRESPVPFCAICLNDIGSGDSHRKLPECRHCFHEHCIDAWFGSHSTCPLCRIQVPRMISLID
NENHYNYM                                                                        
>Mgut_mgv1a013822m                                                              
MDENIALALQNQDDSNLDLPRARHPLLDPVPIPNLHGQSQPRSSSNITRRGSLSRAATSGRMTRPRNRFPGQPRTMLPSR
RGRSSLFPADMDVDMRMHILGALEELSGLEVSPGMLQANRDFNENDYEMLLALDENNDRHGGASTRQINGLPQSTVQSDN
FEACAICLDTPIIGDTIRHLPCLHKFHKDCIDPWLRRKTSCPVCKSSVT*                              
>Mgut_mgv1a011426m                                                              
MEAQGADDSVEQPQNCDLNNVPREDFGKMLHGCEHYRRRCKIRAPCCDQVFTCRHCHNEATSALSDPKQRHEVVRQDVEQ
VVCAVCNTEQQVSNLCSNCGIKFGEYFCGICKFYDDDITKEQFHCNDCSICRVGGRENFFHCPKCGSCYSVGLRNNHLCV
EDSMKSHCPICYEFLFDSTKQTTILKCGHTMHVECYEEMFNQNQYRCPICSKSVLNMARTWERLDVEIEATAMPEEYRYE
VQILCNDCNKSSKASFHIFGHKCQLCNSYNTRVITSGENHQT*                                     
>Mgut_mgv1a015273m                                                              
MIMAFFLLSNLSFFRVRILKEILRMIIVSLITSISSASQESNNEPKVEHRPSPLLVPLPPHFIVESTKEHLIKYNRNIDA
RASESCDEECAVCLTGMRGELRGLENCRHVFHKDCIESWIDKCKTTCPVCRSDLSRGRVGEFGDPWRRERMMYLFGEDSS
FV*                                                                             
>Mgut_mgv11b010101m                                                             
MGSRAGYEYRYGFAAAYGGVLPLKTFGWRKKLFFEIRTNFILRKRISKEEEEVIIGSERFEEVIIGSERFDMILGDDFED
PTYLILWIKPRLKSYWIIPSDEIDLLLSGAFDFAKQCSSNDNDNLVIPAVVNLEICTVQIEGESIDDAFDRAISGECLEP
IFLMLNFSGRNDEINKLVPSELQRFLNTRLDKVRVEDLDEGLSLMNECSICLRSPIVGSRISVLPNCGHAFHSHCIHELK
IKINSPYLFENFQVFINLQG*                                                           
>Mgut_mgv1a026610m                                                              
MAHLRRFNFSAEFQRAAAFHHPPPPPPPLLPWAIPGRIFPTAHRPRLCSDSVFAVHPSAALLLVEQQLLRDEEQQEHADR
TAAGLSEDQITKCLKIKININSCRDIEESEVCVICFDDLCQENNKNNIGALECGHEYHSDCIRHWLRMKNFCPLCKALAF
KCCPVRSSC*                                                                      
>Mgut_mgv1a011079m                                                              
MALRGCRTVTGVVARGVAGYEYHYRFSVDEEDEIAKLYKFRIHRGKKTYLFEIRTSFIIKTIDGQDRILDSERYDAQVYA
DSNKVYDDSNKFGFMMMVEHRLADYWMTKDEICRFVNETCDFAFQIGKDPKNESRLLIPVVIHLDVCTVQQENESVDSVN
NRAIREQNLIPFYVRPEATVDRGKFNNYLLLFCLNLVMARANVGDVVDHRSGMRPRVRVEDVEEGMTIMPLCDICLQGPM
IGTYVSWLPSCNHAFHLHCIVRRLLLEDNHFCPTCRVRAYPFIPPRITQPPRA*                          
>Mgut_mgv1a025494m                                                              
MGSHVLGIATEVIVMTVVISVILLFLGIGALVLIHVCIVGRTLRNGVRERNGNSNNRNTVERESLGSTSMSRDDIEKLPC
FDFVGKEKAGSISPAADCAVCLENFRAGERCRLLPTCNHSFHAECVDLWLLRTPVCPVCRAGADFKAKQGKHGVLVRESL
RREKKIDGE*                                                                      
>Mgut_mgv1a026933m                                                              
MAEVSDLHRRRQPPSSRSPASTTIGPHQGEDVHPEDDDDDDFYHQANPFLLDFDSFPPPINSSNPSLFDDYATTFDLGFD



LNAEAVNLGCEYQDPNCFFFGGEEDDEQMNFVTDLFETRQPHAAEDLIWELGSGRADDSAREFGFGPDSDSDSEEFEVIQ
GLMDNDDDNFESFGVSNHSYYTSENDREEFEWEEVSERINFDERENLNLAINQIEELSVSSDLSSSEIENSIFGDDDEEA
LEEEERNVEWEFLLAVNNLERTSDFDGSEENNNGGSELPRINLPEDYILTMEYDALFGQLVENENALKGSPPAAKSVVEN
LPLVVLTKEEFGGDDNNVAACAVCKDEFALDESVAKLPCCHLYHGECILPWLDIRNTCPVCRYELPTDDADYEKRRSNRV
GSGVTASLINEFEPIQF*                                                              
>Mgut_mgv1a015198m                                                              
MPARMPAGDGGLVEFLNETLGFRRENGGDYFIGPGVEEFFRHVTLNNRRGPPPASRSSIDDLSTVKISRKHVRAESTCAV
CKERFEPGTRVKKLPCGHLYHSECIGPWLEQRSSCPVCRQKVTHQQKVNGSVKRRLWSSLWPFGSSSRANGNRGERIEPS
SLTHR*                                                                          
>Mgut_mgv1a018404m                                                              
MDNRDSTERGFNTLQGWGTSIGGTLVFLVLVVIGFYLYMRWIVSRLAWINGPTGPDSTIVVVHQINGSDDANATSSSSSS
LSSLYPQFAYSEIGAHKIKESDASACSICLADYEEADLIRLLPSCGHLFHVKCIDPWLMLHPTCPVCRSSPLPPPPPPPP
PAPPL*                                                                          
>Mgut_mgv1a012786m                                                              
MNAIFMDILSKIMLIAIVSWFVVIWFVAIFLCYTKWFLAQGATSSSSSSPPPPILVPPTMVFGFPMISLENLFTINSRIS
TNNNLYVRYRRSPLNTNKGLDSFAISSIPQFVFRSGEHNQNNNSGLVLLECVICLSLFEDGDKCRKLGLCEHAFHVECVD
MWLRSHKTCPVCRARADVRAVRTNHGTNSNNNNNNVMNSEEFCEMRVVRVEEPSRLDIVVEVPNIQNNIGSMDACTSQSN
*                                                                               
>Mgut_mgv1a023626m                                                              
FSLDYPFALQDENLENGCTYTTLSCNETLGIGTPILNLPFSRSFYVRYIEYHQKYIRLFDPGNCLMSRLIKNSLNLSSSN
FEAVSYENYTFYTCPSDSDIIRKYVFAIDCLSNKTNSTVASASVPSDLMLETGCTVVGSWLLPVFITGQFEFHGINSDLY
LTWNSASCRACEEDDHQTDNGGHKEKLWSRFAESAYFVPSFVATAMFVVICLLQITKSVADRNERSYDQSDAATSAPQNA
DGLDESKIRIRAYTELVVLSESRRNMGNDFSNIACSICLEIYVDEDNLRKIAKCGHLFHADCIELWLRKNGTCPRLLSCI
AATAPAAEVATPLQTTTTAAVLPPQITIFGRCISAGEAMTCHDRSKLVYYYILPSS*                       
>Mgut_mgv1a020405m                                                              
MTMDALAGSPHQYPQEIQLKLYQAFIFSIPILFSIILFLLFYLFYLKRRSSSSSPSLLPRTSINNYPTTTTTIISTVSTR
HPSYHIIFIYIYNYLMINNSDAEYMKTEQKNKLCTVLFDEYMKTRDSSCCVCLGEFEVKEELLQVGTCNHIFHIDCIRHW
LHNNSTCPLCRSPVFLSPNFFTSKSQHHLSPNSNLLHHTLTTTLIITNTSTTPSSQASSTAATAGTTTTIC*        
>Mgut_mgv1a005432m                                                              
MCSEFGNNEDEDCHVIERPNTSTEKMPSTESENQPGALDGRRISCKRKEIEPNVGQSSGVGSSNLITINEAEQANPRLRL
GVGGALSANPLSLSGRGSAAAAAAESSRRNFRLRFNGSHQQDHTPGGSSPFPTESDADVSSSRHSSRLVLRNRLFDLAPS
PPVENGTPQGPSASRNTQSRWSGASSSSGGTGTGSSGERDILEESTSRNVLRSISEHPMFVPASEMGSSSRQPTNWNLGG
VNSSAPPVRSNRSCPQYPRRLSEIVRRSLLSTAGTEASGSQSSGHAVRASSSAAVSEEAALPSGSNSRAALLERHIDGAF
GLPYSLRGLAAAGEGRSSMMSEQIRHVLDLMRRGEGLRVEDVMLLDHSVFFGMADIHDRHRDMRLDVDNMSYEELLALED
RIGNVCTGLNEEKIMGGLKQRKYVAVSAEDQAQTEPCSICREEYNDGEDLGTLECEHDFHKDCIKQWLMQKNLCPICKTT
GLST*                                                                           
>Mgut_mgv1a005449m                                                              
MCSEFGNNEDEDCHVIERPNTSTEKMPSTESENQPGALDGRRISCKRKEIEPNVGQSSGVGSSNLITINEAEQANPRLRL
GVGGALSANPLSLSGRGSAAAAAAESSRRNFRLRFNGSHQQDHTPGGSSPFPTESDADVSSSRHSSRLVLRNRLFDLAPS
PPVENGTPQGPSASRNTQSRWSGASSSSGGTGTGSSGERDILEESTSRNVLRSISEHPMFVPASEMGSSSRQPTNWNLGG
VNSSAPPVRSNRSCPQYPRRLSEIVRRSLLSTAGTEASGSQSSGHAVRASSSAAVSEEAALPSGSNSRAALLERHIDGAF
GLPYSLRGLAAAGEGRSSMMSEIRHVLDLMRRGEGLRVEDVMLLDHSVFFGMADIHDRHRDMRLDVDNMSYEELLALEDR
IGNVCTGLNEEKIMGGLKQRKYVAVSAEDQAQTEPCSICREEYNDGEDLGTLECEHDFHKDCIKQWLMQKNLCPICKTTG
LST*                                                                            
>Mgut_mgv1a015913m                                                              
MSATFIVFVCTRLICGRIRRLEAQHMLEIDSRIDLELQEHRIINGLEPVVVAAIPTMKFDREAFSTMEDAQCAICLSEYQ
EKEVLRIMPKCGHSFHLSCIDVWLRKQSTCPVCRLSLHESVDSISVEPASEVTIETTSRSS*                  
>Mgut_mgv1a020256m                                                              
MGGCCCSSRKAQFHGTPMYYYVRKSTSLLHRTTDLLECSFDLGLNMSLPDTYQSPPASIPYNVVLGPGVVDCVESTITVG
ILGKSSCVDVKDQRNHLGFKIELELLESKLFSVSAIKDEEYDEENPKITTRCNHHFHLSCILEWMERSDTCPICDQVLLR
*                                                                               
>Mgut_mgv1a024628m                                                              
MAFHHRKLLNESAAVDPEESLDKLCDLFCKSSKNPDAVCPSKCLDYCPPFCFTPSPETPVLIFTPPPATKPYSLPIFLTV
SLAILAATFFLFTCYTIYRLYSASRNSRRRRWPSRRRQTGEEEEDDDFGPDEFLDEDHGPAAVDHHVWYIRTVGLQPSVI
GAITIVNYNKGDGLIEGTDCSVCLSEFEQDETLRLLPKCNHAFHLPCIDTWLRSHTNCPMCRAPVVCNNPPQEPVVENPG
PVEETRTRVELLNGPSHELTIEIDTDLAESESESRTARIGCDLDHGIIPTRRSVSFDSLSASIISSAIANNDFSDKSSDN
NRSLSNMQTGTCSVKRSLSCSAKVFLSRHSSKNRNSVTQ*                                        
>Mgut_mgv1a000360m                                                              
MATPGIQNGSVSVIAAAPVMAPVDQNGHSAAAAAAVKLSSPIRIFLFFHKAIRAELDGLHRTALAMATNRSGGDIKQLTE
KCHFLRSIYKHHCNAEDEVIFPALDIRVKNVAQTYSLEHEGESVLFDQLFTLLGNDMINEESYKRELASCTGALQTSISQ
HMSKEEEQVFPLLKEKFSFEEQASLVWQFLCSIPVNMMAEFLPWLSSSISPDERQDMRKCLHRIIPDEKLLQQIIFNWMD
GVKMSNKRKRCEDDPRTPSDSVNPTVNGQCRYESPQLSDCNDIKCPLHLPVDDILHWHKAIEKELNDIAEAARNIKLTGD



FSDLSSFNRRLQFIAEVCIFHSIAEDKVIFPAVDAEISFVEEHAEEESEFHKFRCLIESIEAAGANSSAEFYSELCSQAD
HIMETVKKHFLNEENQVIPLARKHFSPERQRELLYRSLCVMPLRLIECVLPWLVGSLSKEEARRFLYNMHMAAPVSDTAL
VTLFSGWACKGLPMGICLSSSETSCCPAKELKVEQEHFGRSFGSCACASTSDNSTTFEQARKCVMMVKLGNLASTQSNSC
IESPKDFLTNQSCCVPGLGVNSNSLGVSSLAAAKSLRSLSFGPSAPSLKSSLFNWEADNNSSSSSGHVTRPIDNIFKFHK
AIRKDLEFLDVESGKLGDCDETFLRQFSGRFRLLWGLYRAHSNAEDDIVFPALESKETLHNVSHSYTLDHKQEEELFEDI
SSALSDLSQLHENLNAKNVTGNSGGSSASSSGHADYLKKYNELATKIQGMCKSIKVTLDHHVIREEVELWPLFDKYFPVE
EQDKLVGRIIGTTGAEVLQSMLPWVTSALTQEEQNKMMDTWKHATKNTMFSEWLNEWWEGTSAESSQVSTSENNIPQEYD
LHESVDQSDHTFKPGWKDIFRMNQNELESEIRKVSRDSTLDPRRKAYLIQNLMTSRWIASQQKISQSDEVDDGKDLLGHS
PSFRDADKQIFGCEHYKRNCKLRAACCGKLVACRFCHDEVSDHSMDRKATSEMMCMNCLQVQPVGPVCITPSCNGLSMAK
YYCSSCRFFDDEREVYHCPFCNLCRVGKGLGIDFFHCMTCNCCLGMKLVNHKCREKGLETNCPICCDFLFTSSTAVRALP
CGHYMHSACFQAYACTHYICPICSKSMGDMSVYFGMLDALMASEVLPEEYRDRCQDILCNDCDRKGIAPFHWLYHKCGLC
GSYNTRVIKVDRDHNCIT*                                                             
>Mgut_mgv1a018412m                                                              
MTTNFTASNSTAPPHDNNSDMSPLNAVLCLVAVITIPIISYTLFVAIKCPRNPCFWWRSSAAAPTADLTCKADRLELVRG
GSSCDDQCPVCLSAFAQGEEIRLLGACKHAFHAACIDMWLHSHSSCPVCRAAVPVKRSKRGSVVGREDDDFRQGLPDSAN
LI*                                                                             
>Mgut_mgv1a023805m                                                              
MDSSNSEYHPSFTCKLTKHEFMVENPVVTGDIDFHFSFHVEFSDWIFRQDSEMPQFVRQLSHPVINHVVRVRRGNLFSEK
TKRSVEEELKDRFRVEEVDRIRGLVDYAWGEANKIVMSNLSCFSRLNLEIDVLLEHRVVFLEEVISSSVRLIPAADSSIE
GLKTVDVVEDRSRRNILFTGCCSICLEDFSGGGDCEEELLLLSMPCSHIFHGDCIKTWLRTSHYCPLCRFEMPTSSI*  
>Mgut_mgv1a018672m                                                              
RNGLSEDHIAKCLKIKITNSCPDIDNVRYGSEEREVCAVCLDDLCQENNNIGALECNHEYHSDCIKKWLRVKNFCPMCKS
VVIVDQEVCY*                                                                     
>Mgut_mgv1a001002m                                                              
MRQTQFLHIRMKLTHPLCRQALQSLLQSTPPNGQPINYTLYGRLIQRCTDRRLSRQAKQLHARLILLSTVGDNFLASKLM
AFYSKTRQLSYARHVFDEIPHKNTFAFNAILIAYSVHSRHAETLKLFTLCLSRGDDFQDLEDVKPDSFTLSCVLKAMSEV
VLGRPVLAGMTHCYVIKNGLDLDVFVDNGLVTYYSRCDDLVSARALFDEMPERDLVSWNAMISGYTQGGFYKECKDLYRA
MLALEDLRPDGVTAVSVLHACTQSTDLVFGMEVHRHVIDSGIEMDLSLCNSIIAVYAKCGSLDYARELFEEMTEKDEITY
STIISGYMVHGFVDEAMKVFREMSKPGLSSWNAVISGRVQNNQYDNVLDLVRQMQDSGLKPNSVTISSILPAIPYISHLR
GGKEIHAYAIKISSDRNIYVITATIDAYAKLGFLSGAQRVFDLAAERSVIVWTSIISAYAAHGDAIMALDLFEKMLNSRT
KPDNVTFTAVLAACAHAGLVDKAWEIFDSLLPDYGIDPLVNHYACMVACLCRAGKLFEAVEFVKKMPIEPTAQVWGALLS
GASESGDVELAKFVCDHLFVLEPDNPTNYIVMANLYSKAGRWEEAERVREKLANTGFKKVAGSSRIDTSGETIITAALSN
LPSSHLSHLTHSISALFRRHLRRLTSLLSSPTIFSLTLRHLQSLSLHHKSFLIARHLLSNLTVLHHFVRDSTSAATAAPP
LYSAAHMKLRDLDAVLLLLLLCELYQHDREFLDAPPSRWRVVLSDYVSDSVLRLSSFGGCSSAEILTQFVESVSRCWNLV
NLMGFSGGGGGEKEGREAAASAAAVVALPSVEVGGGGECVICKEEMKKGREVCELPCGHLFHWICILRWLKKRNTCPCCR
HRLPTDDVRREIRRLLDDLAVYGGGGNTRLNIQECL*                                           
>Mgut_mgv1a023951m                                                              
MGLLYLAINIPKAITITFFLNIISHIRFIFIGALTHLGLFKPAPEEDSNSTNNSNNYILILDASSPSLVPIPVHVVTAAI
KLRLPILPYLHFIQQSEEEESESESGVQKVCTICLECVELNEEIRVLCNCTHLFHRVCLDTWIDHGQVTCPLCRSMLLPP
RTNLTRCNPILNC*                                                                  
>Mgut_mgv1a000503m                                                              
MGGGESEKEEEEEEDWPAPRVTGARLVDAPVLFFVATHKAFRGELSSLHRAAAEAAVGGAVRRELVVDLRRRLQFMKLVF
NYHCSAEDEVIFLALDAHVKNVVPTYSLEHKCIEDNFSSVFRHLDRVINNDEDAQMFQELLFSIGTVQTMICQHMHKEEE
QVFPLVMKKFDPEQQSQLVWQYICSVPTVLLEEFFPWMTLYLTKDEKLDLIHCINLILPKERLLQEGVYLWHAALRRDFD
QILEELYEMRSSDCFSSLSSVVVQIKFIADAIIFYSNLLDKFFYQFLDIAKSSVSSCSPLIDEYQIKCLRSLLYYKCQNL
SQLEMFCQELESFVNGLAGKLAFLETEIFPSIIETCTAETQLWLLYTSLSTMPLGMLKCTVSWFSAHLTDNQSNCILNNV
KMGCHSISNSFTSLLHEWVRIARSGKISTEKFRHNLIETFNGRTFYLSEQNRTIILSDHKRASSSNGMNLHTFYKTMPPL
QTNPVISDNDATFLKLDSRPMDLVFYIHRALEEDLKYLASLSAKLSENPGLFPEFKNRFDIFHKIYQIHSNSEDEIAFPA
LESKGALRNISHSYCIDHKLEVKHFTRISTTLNEISELHGREIEHYRLCLKLHDTCMAMHKVLSDHIYREEVEIFPLFRQ
CFSIEEEGKILGQMLGRTRAEAIQEMLPWLMTYLTSDEQNAVMSSWLKIAKNTKFDEWLGEWWEGMARHNNNNNISTVEY
STPSVASDPLEVVSKYLLKEVGTRGGGAEKEFHFEKVDEPKFGGGVEEKGSKKGKTRCDDVAEIGNNKECRESNNKEHPL
NMTQEELEATIRRVSRDSNLDSQKKSHIIQNLLMSRWIITQKMSSQESSPMGNHEGEIPGQSPSYRDPQKLTFGCSHYKR
NCKLVAPCCNKLYTCIRCHDELTDHSVDRKAITKMMCMKCMVIQPVGPKCTTISCNGFSMARYYCKICKLFDDERQIYHC
PYCNLCRLGKGLGIDYFHCMKCNACMSKLLFVHVCREKCLEDNCPICHEYIFTSNSPVKALPCGHLMHSSCFQDYTCSHY
VCPICSKSLGDMQVYFGMLDALLAEEKMPEEYSGQTQVILCNDCEKRGTASFHWLYHKCPNCGSYNTRLL*         
>Mgut_mgv1a008463m                                                              
MAIKGVDFKWYDGFFLSMLATSIIIVAINWGRYHSCTYPLHIWIVVDYTTVFIFRLLMFVDNGLASGMGLDLGWQQRYKR
FRGRIVVLSILVLLLYPFLSAWTIIGTMWFTRAKSCLPEDGQKWGFLIWILFSYCGLVCIACICIGKWVTRRKAHLLRAQ
QGIPVSEFGVLVDMVRVPDWAIEAAGQEMRGMGQDAATYHPGVYLTPAQREAVEALIQELPKFMLKAVPTDCSECPICLE
EFHVGNEVRGLPCAHNFHVECIDEWLRLNVKCPRCRCSVFPNLDLSALSNIQTDIERPSINVVTTTTTTTAQYVRNETPS
QSYMLRMQGLLHPVNSENGRPATETDSPAANGAPENMGPVHVVVVEEPGPPRP*                          
>Mgut_mgv1a022441m                                                              



MASLFQFLNHAFTTTMAFSPSYSLIEPTECRVCLSVYEEGNEVRKLKCKHTFHKDCLDTWLQQHHSATCSLCRRVILPEE
EVVKHRDRRYWEYYDESDEELIILRYFCTRGIW*                                              
>Mgut_mgv1a017986m                                                              
MAAATTTTSSSISSLSTSIMQELLVINFHSSRKLLLHNPLYTTPPLPTPPPSQQPPRQNNTFDANVVMVLSVLLCALICS
LGLNSIIRCALRCSSLVGSADSANSPQAAQQCQLANTGIKKKALKTFPTISFSADLKLPGLDTECAICLSEFTAGERVRV
LPKCHHGFHVRCIDKWLNCHSSCPTCRHCLIETCNKIVASTTTPRTTTQSLVVVEEVCVRIEPLHPEGLIRNYQT*    
>Mgut_mgv1a023203m                                                              
MPTMIRCRKISACRTIETKFIPTPNSEEDESNIEINFTFSLTVIYFRWAVREGEEPRFLGRSIELGKEYHLRLSSRQLSC
DFEEARILAEEEPKAMPMSSARTTEAAADRTAHGVLNLHIEATLYHVHLDGIVSNYDDYSPLRMVPTADSSIAELKEVGP
ADSRRSMLLADRCSVCLEDYFSGGGGEEVLLLSMPCSHVFHGDCIKKWLRTSHYCPLCRFEMPTN*              
>Mgut_mgv1a013317m                                                              
MASPDSDSSPPSLEELSSRGAYALLLPWIIGMGAAANSSPREVAVFVHQPSRSITLMEGSIDIESLMREIPSLEKEGPLP
ASKASIDALPRVEISEPGLECAICLSEYEVNAGEELVKEMPCRHKFHSGCIDKWLGIHGSCPVCRFSMPVDEEEEKKESE
SDERLGWRIHVFLRRGRRRASGSDMDVDSGRDEDPDSESGNDDDVEGDGGDESPAQDMDVDDSD*               
>Mgut_mgv1a020118m                                                              
EHRTNNNGSFLSEEDIDKCLKKKILCPDILDNKGYEDEETEVCAICLDGMYHLKDETGVGILGCGHEYHVSCIKRWLRVK
NFCPLCKAVAMPTSACN*                                                              
>Mgut_mgv1a015516m                                                              
MAISSYPTPSDAGVLCVILANTAISISIVKEILRSILHVMGIHIASSEEYSVEPTNSSECHSRISSDSYVEEFRNRTPSM
SYASIFVHECPKQECSICLSEFEPKSEINQLSCGHVFHKSCLEKWLNYWNTTCPLCRNLMMLPQEVEEEEDSCPM*    
>Mgut_mgv1a013375m                                                              
MMLRMDMGEGSDYGSWEAESYEDEDEVDAYDDASEEDYDGSDVEVDDEAEDAFDVHARAAGLESDSQNDEVDPSAFSSDE
AYARALQDAEEREMAARLLALAGINDNEEEHGSNAQDAWEEVDPDELSYEELIALGDVIGTESRGLSADAIASLPSVNYN
SKGTHEGNGDSCVICRLDYEDDDNLTVLSCKHLYHPECISNWLNINKVCPVCSAEVSIPGKS*                 
>Mgut_mgv1a020322m                                                              
VTFLTPANGETHLGEDRTNNNGSGLSEEDIDMCLKKKILCPDILDNKGDVEEETEVCAICLDGMCHEKDETGVGILGCGH
EYHVCCIKRWLRVKNFCPLCKAVVMRASACN*                                                
>Mgut_mgv1a018060m                                                              
MIRHCMTWRSYERRLLSNNNDINMVEMGMSNEDIEKLPHFDFKRKNDMIKGSNCAICLDIFDVGEKCRLLPPCEHVFHAE
CVDLWLLKSPFCPICRARADVK*                                                         
>Mgut_mgv11b015067m                                                             
MLNQHARRVQLDQTALNNISDGLSEDQIKNAKHEYHSDCIRRWLRVKNFCPLCKSVAFNSKLVDHVNSS*          
>Mgut_mgv1a014545m                                                              
MKWWILKTYLGDRLEEYWMPDDEIENLLVGAANFADERAAVPGRRREIPVVVAVDVLTVQQDGELLSAAVSRAIRPEFMY
PLELWPRPPVAVTQRQDVCRPLKSFLWSLRKIRVTDVEEGLRVMEECHICLNSPTIGDRISLIPNCGHAFHNHCLVKWLT
WSETCPVCRCEAHPYRPTNPYYMFGP*                                                     
>Mgut_mgv1a000110m                                                              
MDYNREVRRATHETMTNLVSAVGRDLAPHLKPLIGPWWFSQFDSVSEVSQAAKRSFQAAFPAQERRVDALMLYSSEIFTY
IEDNLKLTPQSLSDKATASDELEEMHQQVLSSSLLALAALLDVFLYSHSEKPGPENVTGELKHAVKARTIAVSSAEKLCS
SHKYFQDFLKSQSPAIRSAAYSVVKSCIKNIPNAISEGDMKMLAGTILGSFQEKNPACHSSMWETVLLFSRTFPDSWTTV
NVQKTVISRLWNFLKNGCFGSQKVSYPALVLFLEIVPSKSITGDKFFLDFFRSLWEGRHMSFSSNTDRHAFFVAVEECFI
WAVRNASRYCVGAEAIYLFQHTLVDEVLLGFLWPEYLLAASSKNQDSAFSSSILDQSKNGIQSNHKEPREALNSKHSIDY
EESLGKCIVKILSAIQRLDNNLFLVFSSKFQADILDIFHQTEYSSQNVRWVVKFILLLDKHAVRNGEIWPLLDLIGPTLQ
KSFAVIGTLDSPDAVTVIVTAVSVFGPRQITQQIMCIGLGAEEFLKSFIETIIPWSLKRFSPSTAARLDLLLALLDDECF
SKQWDAVIRYLVIQEKVSFDPGTMDRNYISVLAILMEKVKERTKKSVHQSDQCEDWHHELLDLVAVYVVQAFPQFGDSDA
RFICAVLGGGTIDDKISFISRKTVILIFEEVLTRLMTFMKDSTFSWVQDVCSLLYSGSKYSDWKLEPSNNLLEMAHFVLD
ILNGSLFCLNTIEAERELVQGILAAIFIIDWEFSCINVSEDKLNKEHIGETGSRLAFCEAVHAFRCKIRDQFLRGFGVNN
RKSLGTTLVQSIKCITFVDNRFESDNFVSLCGQWTLDVFEIFCQDQVEEQQLLEQFLSKNDSWPLWVISDGIGARLRTDN
VSLSLHAPSNTKFIALVDKLISKIGFDRVVAGLISEASPSSTKDSPTDLGINKTHYSRPWLAAEILCTWKWIGGCVLDSF
LPSFVSYMKNGDCGFSDSILNVLIDGALVHGSCSGLNLLQRASVDELEAVDEPFLRALLSVLSTFFQDNLWGNEKATSLF
KLLVDKLYIGDNANLNCLKILPSIMNILVRPLSIGAEDRTNDLSDPYSESKLHNVTVDWLNRTVCFPSLSTWQSGEDMED
WLQLVISCFPVEVTERMQEIKPARYVFPAERAVLYELFQKQRQGASAVLNKLPLVQKLLSELMVISVAYCWEDFDEDDWK
FVLHRLRFWIEAAVVMMEEVVENVNHTLANGSNDVNASLNEFENAVVISDPFPVELARNALVGFSLFCSLIGSQDKEHAG
NLNHLGSEKWEIMTDRIFEGILRLFFCTAASEAIANSCCHEASSIIASSRLGHRQFWESVASCVLQSSSHARDKAMKSIE
IWGLSKGAISSLYALVFSCKPLPPLQYAAFVLLSTEPGAQLAFTCDTGKVSNDGTLNNEDSFDTSSAENVHLREELSYKL
EKLPPRVLEMDLVAHERVNVLVAWCLLLEHMTSLPSSSPARERIIQYVQESTSSVILDCLFQHIPLELYMGSSSRKKDAE
LPAAVSEAARRAIATSSVSVSVQFLWPIGPEKMASLAGAVFGLMLHHLPAYVRGWFSDIRDRSASSAIEAFTKAWCSPTL
ISNELSQIKKASFADENFSVSVSKSANEVVATYTKDETGMDLVIHLPPSYPLRAVDVDCTRSLGITEVKRRKWLMSLMSF
VRNQNGALAEAIRIWKSNFDKEFEGVEECPICYSVIHTVNHSMPRLACKTCKHKFHSACLYKWFSTSHKSTCPLCQSPF*
>Mgut_mgv1a022321m                                                              
MAVVLIPTFRPDFIPNYPRFDPLSHRPEDEDYQDSFFFDENDENLLRFLEEEEGGGGGDGTMTFDNNLFNYGGGSNLSGG
RIVAELLEESIVKNLRTSAFSMEINAVDYAQEVCVVCLDGLLGETEKVNVTLGCGHVFHVECITNWLFRKNECPICKSEA



L                                                                               
>Mgut_mgv1a024718m                                                              
MVNGISLILSGFIVFAIVFYIYMRLFYLNDDPSSPINGSTGPDPVIVTVHQSNGLDARGIKGSYASACSICLADYGEADL
IRLLPSCGHLFHLKCIDPWLILHPTCPVCRSSPSPQI*                                          
>Mgut_mgv1a014930m                                                              
MDHQFVLCKAALLFAVTRWLLSFALDLLTASVGFFSSDSNSNSNSNSNRCSSSSSAAAANLRLVRESLTLTTIGEIEHRR
GTAECGGGGGDSSCAVCLDGLRKSSQVWELSNCCHVFHKHCLERWLAYDSRLTCPLCRASLIAVSPLPPPASPPPPSWAV
ERMLYLFGDDLLP*                                                                  
>Mgut_mgv1a018816m                                                              
VLTYLVMFISQLNCAWDFILYQSFFQTRGIVLQEYGVNTIKYNYNEYSEESSEECAVCLCSIDEGDDVGELRCDHLFHRV
CLDRWVGYGHATCPLCRNNLKQQPLFTAELGHQELIMINFCAAVAASSRDDRSTWWLR*                     
>Mgut_mgv1a009321m                                                              
MTFLLLLYVKHCKRSGYAADGSASYGGGGGHRLSRRNSGINRKVIESLPLFRFSSLRGQKEGLECAVCLNRFEAEEVLRL
LPKCKHAFHVECVDTWLDEHSTCPLCRYRVDPEDILLVVDGGGGALYNHCGGGDTPRGSASSRKGKEHANPRISGRHSSA
GERSGSLEVIVENPNPNPMPREDFRGRISLDSWKSTRRKTGDQVSRSKSLDSWKTAAAGGGRRSKSARKDGQLPVKAVEH
RVEHRIIISGGGGEGVEEGQRRWSDVEAAAELLYLGSEMLIGEESGRSVIKGRSVSEITGVSRYRSNNGKEERERMVEEG
VVKRWLAWISHSQHPPPSSSNLTHE*                                                      
>Mgut_mgv1a008119m                                                              
MSSGQRSLPPPPRRHTPLLGDQIFSASAAPLSAGLPVSRRRQISAAPAAGSRALREPSVRVREAATEQIEERQSDWAYSK
PIVILDLVWNLAFIVVAISVMIMSKTERPSMPLRLWIVGYALQCVLHVVCVCTECRKRYSQRNSEGGERVQFRHSRNYSN
SSLGSDDVDNGDYFSDHRQSDDDDENSVTKHLESANTMFSFIWWIIGFYWVSAGGQSLPTESPQLYWLCITFLAFDVFFV
VICVAVACLIGLAVCCCLPCIIAILYAVADQEGATKEDIESLPRYKFQKIGDFEKQNGEIQGSFRGVMTECDTDSPTEHI
LPIEDAECCICLCAYDDGTELRELPCSHHFHSACIDKWLYINATCPLCKLNILKNGNQSGSEEV*               
>Mgut_mgv1a024926m                                                              
MDHQQRPGQANFRGDHHTRRRSDGLSEDQIAKCLKIKSINSCPDNYNNIRDLEEREVCAVCLDALCQKNNNIGVLECKHE
YHSDCIKKWLRVKNFCPMCKSVVFN*                                                      
>Mgut_mgv11b018976m                                                             
ESTDAYDKLWPFKIVSGADGPIFYEDINYMVPAAEDWIDRVLVKRTVAEYSSSNDDEDGGFGTCTVCLEGFSNEAYSMPC
GHYFHGDCIREWLRTSHTCPVCRYEVPTITTTTIEILY*                                         
>Mgut_mgv1a016530m                                                              
MGGCCSSSENLPLPQTPVYYYYPPVSEEHAPSTKLDSPKKVQLFELMKSNSLTVSVTDEEDVCPTCLEEYDSENPKITTK
CNHHFHLSCILEWMERSDTCPICDQEMKYESPFPTQS*                                          
>Mgut_mgv1a020525m                                                              
MAHLRRFNFSAEFQRAAAFHHPPPPPPPLLPWAIPGRIFPTAHGYVLIPYSPYIPPQHYYLSNNNYYATTTTTTTRRSTY
LVQEEDQTLIFNASNIHHHPRQQEHADRTAAGLSEDQITKCLKIKININSCRDIEESEICVICFDDLCQENNNNIGALEC
GHEYHSDCIRQWPRVKNFCPLCKALAFKCRPVRSSC*                                           
>Mgut_mgv11b022111m                                                             
MDTVDEDPVTNNNGSGSTRIPTSNTETLTGLLEAMREFMSLSLEERQRLMMQILSVAISGRGSFEQTVSGSKPGNGLSEQ
VISEKLRTRAVVGDHESVCAVCLGQLCGSDKNETVIAKLEICGHEYHVDCIKEWLQRKNLCPLCRGIALEVDH*      
>Mgut_mgv1a013637m                                                              
MGGCCCCASKSINLNSSPQYFHYPVSEEHEPLSSHIATASAAILVDTNLDTSIPDTYHPPPAPIPYDTYVGHPSTPSSNQ
ERSDNKTQLVLQTTAAATTTTSEDTNSGDTLETKVKNLESDESTKINADLEESKEVEDEKSDELKKNIEPMFPPLQDEED
ICPTCLEEYDLENPKIVTKCEHHFHLGCILEWMERSDTCPVCDQEMVFSPAIGG*                         
>Mgut_mgv1a011316m                                                              
MEGGMKRDLCVDDECMTEMGYQKSYGCSHYRRRCKIIAPCCNEIFDCRHCHNDAKNSIEVEPLDRHDIPRHQLERVICSL
CNTEQDVQQMCINCGICMGNYYCSICKFFDDDVSKNQYHCEKCGICRTGGKEYFFHCDKCGCCYSNLLKDSHICIERAMH
HDCPICFEYLFDTPRDTTVLPCGHTIHLNCVKEMERHFQYSCPVCSKSYCDMTRIWERLDQEIASTPMPQMYKDKMVWIL
CNDCGETSEVNYHILAHKCTNCNSYNTRQTRGGHRPCSSRISEMVR*                                 
>Mgut_mgv1a023672m                                                              
LKKISKTLFSSMAKISPMLLLVIVILSIGFFVLGLLQLLIRFLMKSPSSPFPSISQPDIRLPEPSRAASSRTFQRQLQHL
FRSHDSGLDRSSIDALPVFYYKDVIVVMGSKEPFDCAVCLCEFSESDKLKFLPDCGHAFHIQCIETWLLSNSTCPLCRGL
ISTTHRNNPVAKWELSYDQPNGISQESPSMVFPVCLGKFRRLSEGLANEDQRRDDDVSGSTSRIVDARRCYSMGAFEYIV
GHANVQVALFSGNDVRCCTKEKFDNTNIGIDGKKIDPRSRGDSFSVSKIWLWSKKGKFPTFSDTDESIVMPMPNGSNLV*
>Mgut_mgv1a025441m                                                              
MAASQTFTFPPEYSHSLPITTQPPPPFSHNNNNNSGVPIIAVAILGIAATAFLLISYYIFVTKCCFRWQLIDPLTRCFST
TRQQSQLNDDPFASSYSPATWQTRGLNELLIRQIPTFQYTNKHLGESSSRSTTTTLSKCVVCLNEFQDKDMLRILPKCGH
AFHLDCIDIWLQTNSNCPLCRSTISGRNRFRFDRIVAPNSSPQDPIFASDEDFVEIQLTGEEDDDDDSGGFLVQSRSNSW
RKFFEQKRSRPRKSHHVSIMGDEGINVVREKDEQFCGVQPIRRSFSMDSAADRHVYLSVQEILRQNRQLSEVRNYDESSG
SRSRRSIFSFGHGRGSSRKSVLPFEF*                                                     
>Mgut_mgv1a023344m                                                              
MEFGIVLVLIIVLGALVLYLLWRIKRSEDAMQLPVVAPAQPPPAQAATTKRLADGDEIVFDTFIQEKAKEEGGCAICLVE
YEDGETLAAITSCKHRYHVFCIGAWLKDHDTCPLCRTQV*                                        



>Mgut_mgv1a011840m                                                              
MLMEALSNDRLTFGKMGFGCKHYRRRCKVRAPCCNEVYDCRHCHNESVSTWRNIHDRHDLVRSDVKNVICSVCDTEQPVA
RVCTNCGVNMGEYFCAVCKFYDDDIDKGQFHCDDCGICRTGGRENFFHCKKCGSCYSIGLRNNHLCVENSMRHHCPICYE
YLFDSLKDTTVMKCGHTMHCECYHELIKREKYCCPICSKSIMDMSRTWKRIDEEIESTVMPEEYRYKKVWILCNDCNDTT
EVYFHIIGQKCSHCESYNTRTIAPPVLPQ*                                                  
>Mgut_mgv1a021083m                                                              
MNSTTNLNSTDVSDGTYNIARSIGIAFALFIFFWIVFFVIMYLAFTCEPKRNYSPPAQKNGPTGPNHIILVVHHQSNDSD
DATSSSSSSSYLQSSYSEIGAHKINVSYASDCSICLADYEEADLLGLLPSCGHIFHVKCIDPWLIIHPTNYPHTLI    
>Mgut_mgv1a025958m                                                              
MPTFRHPGITVNGVRRTRTYHYYWCRRCQRSIRTTTTNPSEILCPVCFGQINHELDISRPRPLLEPGFESSSGARLLDSL
ARMLDPPIPNATHRASVLLQFIGPDGRTGPVSRPSSDQGLDELIQELTQNDRPGPPTASPSAIEALPVVELRGEYLKNND
TCCPVCKDEFEVGVLVRELPCKHFYHSDCIVPWLHINNTCPVCRYEIRGLNNNNNNNNNNDASNNNFFGDDYNFEGFMFG
EGEEAGEMEYSENWRWAHDLLSLRPFSLVMNWAQLCLDFLDDRINVSRGGN*                            
>Mgut_mgv1a017957m                                                              
MNFYHRPHRLLLDAQLGGAPPSDGGGSHGGRENLDANMVIILGALLCALVCVLGINSIARFMLRCARRVDAGEEAPPRFC
GGGGLEKGMLRRIPVAAYGSGGGVSFSSTDCPICLGEFSDGEKVRVLPKCHHCFHVGCVDVWLGSHSSCPTCRRPLVEEL
AESGGGGEVGNASGGHIGDVTTAASAEDVG*                                                 
>Mgut_mgv1a011189m                                                              
MEVPGMDEVKKAGDDMAFYGGVQDPCEDACSICLEAFCANDPSTVTICKHEFHLHCILEWCQRSSNCPMCWQSISLKDPT
SQELLEAVERERRIRFTPSRNATVFHQVQHLPVGLNDSELEDRIIQHLVAAASMGRSHHHISRRDPSLRLSSSSMQTNQV
STSSSISSVNDDRGHASESSTPYFDSAGPSDFQSFSDTWRSRFNTISMRYKDSISNSTRGWKERLFSRSSSVADIGSEVK
REIDAGIATVSRMIERLETRDNINGSGRNNPNETSSNGSNVSSFGASSN*                              
>Mgut_mgv1a017988m                                                              
MDEENQDSNGYVSNGKIMISSIAILFLACFIVVSFHVYARWFRRRPVNHRRVNATSTGMIFSQGLDLRVMNSLPTFIYES
KGGQESPLECAVCLSEFEDDETGRVLPDCKHCFHVDCIDMWLQCHRDCPLCRAQVKFQPGARNPIQPIQNPDQIILSIYV
LEDAGSSGSNTELHHTCENDGILHTVCSSSSPTLDVTGQLPGQTGQDPTKIEGVSNLDPNIGPDIESGPNSTVRVLKRLF
SI*                                                                             
>Mgut_mgv11b023239m                                                             
MEELMYDEPPRFRQINNGTIYYHVLDHRMIYDNAIDDSVIWVIGAGDTEQAVTEDHRMSRSQNVNGSGLSEEDIENCLKT
RNSCRKGEDEESDEICAICLDDMITSCEEENEETTTTAIRVLGCGHEYHVCCIKRWLRTKNSCPLCKAVASRRIENID* 
>Mgut_mgv11b021134m                                                             
IDRRSHVCPHNFANARSENWPGYVFYPGVWGNSPWRDRTNNNASGLSEEDIDRCLKKKILCPDILDYKGDEEEETEVCAI
CLDGMCHQKDKTGVGILGCGHEYHVCCIKRWLRVKNFCPLCKAVAMRTSACN*                           
>Mgut_mgv1a014929m                                                              
MGLQNQLSDVSSESVLVFMVVLVGKSVSYLHSLLLTILHNLGLFSPRFDPAGADHRRHFESSLYEVAGAGLANLVVLCDQ
LNLNRAFSYRNRSDGVDGELDMDCVVCLNRLDEGDHVRRLACRHVFHKDCFDGWLNHLNFNCPLCRTHLSSGESVMITRR
RVAEDLLAWFPSQ*                                                                  
>Mgut_mgv1a018024m                                                              
MIEVQIGLDIPNLHGHIICGLSEEDIDRCLKKNILCPDILDNKGDEEEETEVCAICLDGMCHQKDETGVGILGCGHEYHV
SCIKRWLRVKNFCPLCKAVVMRTILVKRNSDLLVVC*                                           
>Mgut_mgv1a024936m                                                              
EASRSSVYLNYHHFNALYEHRCVILEEEASDYSFRMVPAEYSSIEGLKTIDYRRDMAEMSCCSVCLEDLSGGGDEGEEVL
LLSMPCSHIFHGDCIKKWLRTSHYCPLCRFEMPTELDV*                                         
>Mgut_mgv1a019765m                                                              
MCYVCPDDCYLQTPPPSPPPPPSLTNHHIPTVLILMLCVLGGAFLVLSYLTVRRYRNCRRRNSPPSSTANADSPAEDYFL
DEDHGPAATADHHIWYIRTSGLSRSLIDSISVFDYKKGGGLIECVDCSVCLNEFQENETLRLLPKCSHAFHVPCIDTWLT
SHKNCPVCRAPVSTNNNNNDNNVRLSGFIETNVVSSVEENDNRNNNHPTMARNEPVVREEITIENNRGENILRESRIGKF
RVVSDLAGFRVKVDNQESEPVRRSLSLDFSSASIVYRDVISVRDEGCSMNNNNNTNTKLENFGKRNSSVCTKIKKDSLLS
IQKGSVSMKRSFSFSGKRSSSKNSRSQESITIRELAMYTKSQSINL*                                 
>Mgut_mgv1a020338m                                                              
EFNCMVPAADSSIMSSLKRVAIDSEKKISCSICLEDLSGGDDDCEEALSMPCSHVYHGDCIKKWLSTSHYCPLCRFEMPT
TN*                                                                             
>Mgut_mgv1a015680m                                                              
MPCKHSYHSDCIVPWLEINNSCPVCRFKLPRGEAEAANGAAEGYARSFTLEELVDDESDLYGFRNSLRNIARRHRWNDEG
NIGSGSEGNLFSPTQIGEVERGDGVLERENSVETVSSWPRWQVEERGVGGGGGGGGGRGNDDIDAFGRS*          
>Mgut_mgv1a024621m                                                              
MNSTTNLNSTDVSDGTYNMAQSIGIAFALFTFYWIIFFVVMYLAFNCEPRNYSPPVQTNGPTGPNHVILAVHQSNDSDDA
TSSTSYLQFLYCEIGAHKTNVSYASDCSICLADYEEADLLGLLPSCGHIFHVKCIDPWLIIHPTNCPLCGSMSLPSTPDT
LIH*                                                                            
>Mgut_mgv1a023191m                                                              
MEASPKKSAENMATKIVAELLEKSIDKNLRTSASSMEINAVDYEQEVCVVCLDGLFGEIEKVNVTLGCGHVFHVECITNW
LFRKNECPICKSKALVFDSRN*                                                          



>Mgut_mgv1a021772m                                                              
MEDSSKSNGKLGETGVIELTGKIMVVAIVLLFFVVVFVFCLHLYAKWFWYRRNETTTTTTTTTRRRRRRFDFAAGHQETA
VTTTNTRTGLDPSVLKTLPVIQFDPKQCKDGLECAVCLCEVSEGEKARLLPKCNHGFHLECIDMWFQSHSTCPLCRNPVA
NQNQSNSCDESTLDSESSEAPNFPTNVLIWGNENQVKPSSSSSSMVIDISRQIHNREEEEEQKLQAGPTKLRSLKRLLSG
GNSNRRVNPSSPRSMDLEQGGGGGGRGQSSI*                                                
>Mgut_mgv1a018589m                                                              
MAPPAWLLPLNSHPNSITHVKIRESETSPLITKKPPPDANSPSYVTSTLISSPTTTYGGTTLSPASPSKQQENHPTFHCG
GGGAALSGEDELARKLLDFVLLVDGKPENADRDSVAATLDIDRAVFVPEEEFRWWVSWFDEQRRVCPNFNLEYRRAIGKP
RGRTEAVRKTAGRSLAGEIESVAVEAECSICLEEFSEGARVVQLPCRHMFDEDCILRWLSENR                 
>Mgut_mgv1a025712m                                                              
MVMEIIISVILLLVGIAILVTIHVCVVGRAFGGRDSVNGGNPIPIPIVRIPSMDAESIKELPCFNYEREGEVGIVDCAVC
LESFGAGEKCRILPKCNHIFHAECIDMWLVKTGACPICRTGAIATTC*                                
>Mgut_mgv1a023071m                                                              
MATMNPPPIQVQQSSSTTTTTIDNSLSIYSPLLISMLGIIGTCIAIIAYHLFLVQYCISTRRRSTAPEEEEEAQLPHPAG
VDVKLLQTIPILTYAAVKGGAGADQDECVVCLGELMDEEKVRLLPNCRHAFHVPCIDLWFAAHASCPLCRSPIAEAVIAD
SPILDPAAASAAAADDYPESGESSTAASGSSETSPREQQSHFGLLRHCASVVLPIPAERRAPPQLKRSVSTGQTTSFVVI
DLEGVNNSETNASSLSPSFSGGMLTWSTAGSLSSRSVSHFDRVSVKWLRIAK*                           
>Mgut_mgv1a021090m                                                              
MDTSNSEYHPSFTCKLTKHEFMVENPVVTGDMDFHFSFHVEFSDWIFRQDSELPQFVRQLSHPVINHVVRVRRGNLFSEK
TKRSVEEELKDRFRVEEVDRIRGLVDYAWGEANKIVMSNLSCFSRLNLEIDVLLEHRVVFLEEVISSSVRLIPAADSSIE
GLKTVDVVEDRSRRNILFTGCCSICLEDFSGGGDCEEELLLLSMPCSHIFHGDCIKTWLRTSHYCPLCRFEMPTSSI*  
>Mgut_mgv1a013420m                                                              
MLISSEMIKIWASTISRQLGGSRSWFVLIKLLKKFSVALLTCIVALGGAIVGVISGALKGQTTETGILRGVGVGAVAGAI
TGVQLMELILNGEPFSKIALICSLVNGKIFMEWVSPAVLKAYQWQISTMETGLRDISDIFEINTMRGLSQDAIQELPIFE
FTSAETTAAPCLNASCAICLQDLKDRESTRLLPSCRHLFHLHCIDEWLARQGTCPMCRKDV*                  
>Mgut_mgv1a021406m                                                              
MEDREPPGEGENSVEPTECRVCLSVYEEGNEVRKLKCKHTFHKDCLDTWLQQHHSATCSLCRRVTYKNI           
>Mgut_mgv1a011706m                                                              
MSATGRAGYEYNYEFSVDDEIVLRYNYTLVPGKKTFLFEIRTIFILKKTDGVDEIMGSERCFAEISVNGEQEAELLFGFN
WLASYRLKEYWMTEEDIARFDQDAIDFTKEIEADPGRAHRRTVPIGIYLKVCTVQQEGEEVGPALERVIRAEKLIPLYVY
PLQMGLENGPPPAIPLGDMFRVFLWELERTRVEDLNQGLAMMQDCGVCLRAPIVGDQISVLPSCGHAMHSHCIVGSLLEK
RECPLCHSLVTFDPMAAYANFDPADYEMSKTLA*                                              
>Mgut_mgv1a018262m                                                              
DSNFNRQLVNTLWMNRRRHNTGVSALDLEKLPKVTGKDLVFASDCAICLDKIESEQPARLIPGCNHGFHLGCADTWLSKN
PNCPVCRAHIGPEFFNPPETNPC*                                                        
>Mgut_mgv1a018453m                                                              
ILIQGKVNNIPAEGRVLNFYFDVLVDNQHIDYAEIDDEEFYLMIPAADSSIMSSLKRVAVDSDQNISCSICLEDLSPGGD
NDFEEALSMPCSHVYHGECIKKWLSISHYCPLCRFQMPTTN*                                      
>Mgut_mgv1a008739m                                                              
MAIKGVDFKWYDGFFLSMLATSIIIVAINWKRYHSCTYPLHLWIVVDYTTVFIFRLLMFVDNGLASGMGLDLGWQQRYAR
FCGRIIVLSILSLLLYPFLWAWTIIGTIWFTSAKDCLPEEGQKWGFLIWLLFSYCGLVCISSICLGKWSARRKAHLLRAQ
DGIPISEYGVLVDMVRVPDWAFEAAGQELRRMGLDAAAYQPGPYLTPPQREAVEALLQELPKFTMKAVPTDCSECPICLE
EFHVGNEVRGLPCAHNFHVECIDEWLRLNVKCPRCRSCVFPNLDLSALSNIRMESERSTSIITRTRDLRNQQSSSPSPSQ
HYLMRLQNSLGLVRTESVETPESRVGPTPVIVEVVVESPAPPRN*                                   
>Mgut_mgv1a006573m                                                              
MLKSWLFLWCLLCLMGSFGAYCNVVLTVNNVTSYFQDIESNFAPSVKVTGICGTIYIAEPVDACSKLTNKIVPKTNDTSS
FVMIVRGNCSFDDKVRRAQSAGFKAAIVFDNETDDLVAMAGNSAGIKIPAVFVSKSSGETLAKYVGSTDANICIVPSSEN
SAWSIMAISFISLLAMSAVLATCFFVRRHRIRREQPHALCVREFHGMSGRLVKAMPSLIFTAVLEDNSTSCTCAICLEDY
IMGEKIRILPCRHKFHAICVDAWLTTWRTFCPVCKRDARTTTGEPPASESTPLLMSSSNSVSSSSALSSFRSSLASSSAM
QIAPSLSRNPSFFSRHQSLSNTPHLYPHLGTSRSSIDLRNASSSQRSNGGYLVSPHSFGYPSLSSLNSRYMSPYIPSQAN
ASSSYLGSSSIRQANTLHYSESNASFSPFASAQSLPDC*                                         
>Mgut_mgv1a018912m                                                              
SSITLNPRMARSNRDMYAGMTPYFVIPPGRNNSFDNFSVDVEEITRWTPISPGSMRWTATVINMPAGGTSGEQEEEINYN
NRGGGLSEQDIENRLKIRNIPSDRKEESETCAEDRKVGILRCRHEYHVDCIGRWLRIKNLCPLCKGSA*           
>Mgut_mgv11b022616m                                                             
QITRCLKIKINFCPHIDNIRDSDKDREVCAVCFDALCQENNNHGIINNIGILECKREYHSNCIRRLLQVKNFCPLCKSVA
FNSKLVDHVNSS*                                                                   
>Mgut_mgv1a008365m                                                              
MGFLLRTIFFALFLFQTIQSQNDCRFQSCGENQFLVRFPFRLRGEKQPERCGYPGFDLICTTTTYNNKRNSQVPLLNLPY
SGDFVIRDINYLTQEIQLYDPNNCLPKRLLNLNLSSSPFFSGYSENLTFLSCPPEQIANSRFAKIDCLSNSTSSVLATSS
MNLVKALSDNCSTIAALSVPVLWPLQNSNDWLSSDLSGDLMLTWNVPNCEGCEARGGVCGFENGTSDRIMCYTDPRTVQS
RGMKIFKIIALSIVIPAVTCSICISSLSCMFERRRDRDSATSAAVAPQSPAAGAPEGLDESTIQSYKKLVLGDSRRLPGP



NGATCPICLVDYHPRDTLRCIPLCDHCFHSDCVDEWLRLNGTCPVCRNSPAPTPPE*                       
>Mgut_mgv1a013786m                                                              
MGALCCCFRVHDVQDDDSNNSSNNSSPDNCLCPKSFFSKLLSKKKATSPPSQHASSSNTEVVSNSSSHSSGAHNAASSES
ASARLLQEEQSDGSRGRQEKGNSRSRVQPEPAGQSGTQINPKSTGEGKIVISVSEVEVQERKSQSSKKVELSFPSLREVE
ECPTCLEEYTEENPKIIAKCSHHYHLSCIYEWMERSHNCPVCRELMLFDE*                             
>Mgut_mgv1a005381m                                                              
MFTLKIHTVDFPQPLHTTFTSTTSGAAAAAADNNLKPAELMGVAHLFRQLPSATTPAITVANITARTTLLFVVAVPNYLT
SDEFLLFCGNHVPHFVEILFLRNDGMEDRYSVLIRLENQLAADGFYCSYNGQRFKPTEVEVCHIYFAQSFEYTESAETAS
IVPPDYTELPSCPVCLERLDPDTSGIQSTLCDHSFHCSCVSKWTYLSCPVCRLSQQQDEKPACAVCGTFKNLWICLICGF
VGCGRYEKGHASGHWSDKKHHFSLDLEKQQIWDYVGDRYVHRLNHSKADYKSALTNSRCSSAEECGTCGYDKGEGLDGAL
FSSKIEGIMDEYNRLLASQLDTQRQHYESLLAEAKSRKESSIAKAVEKAIFSRTNDLESKLEKYAEEKAAFAERNRELMK
KQESLQNKFKEIEEREKSCLKSKDEKILDLQEQIRDLKVYIDAQRMVTGMGDPDGIRGGTVLPVEASEVSSANPKRRNTK
SGRRKN*                                                                         
>Mgut_mgv1a017977m                                                              
MNSNWDSTAGSKTSSNREALVYDIGLTLTIFLMFAIVFYMYMRLMFRIAPVDPTNGPSGPDSVTVTVHQSNGLDGATSSS
SSIVSSYPQFAYSEIGAHKNINESYVSACSICLADYEEADLIRLLPSCGHLFHLKCIDPWLIVHPTCPVCRSSPLPP   
>Mgut_mgv1a023328m                                                              
QINSDNINNVLLYDQIISNTKRDHPVPSWPEFIIGIHFYLQPISQLYVVNVDSGEAELTGSYPFPTVEDQVFLNLRDFLH
HRRARDIIREKLTQSFMFVIGDELLHEWIGSVLRKTRAIIRSMPAEHNIVLVMSPARFSCRSVYDPRLAAVEQYYENINY
MVPAAEEWIDRVLVKKAVTGYSCDDDFGTCTVCLEGFSNEAYSMPCEHYFHGDCIREWLRTSHYCPVCRYKVPTTTTTTI
EILY*                                                                           
>Mgut_mgv1a003930m                                                              
MGPMKNWNILFGLWLIFVVTWPVGGVRPLRQRPRSWGEEWLPLGKEENEVGPFSSWNITGTYRGNWKFLESSNGTSKFPD
FRNSNGNSVLELISTPTKITGVHYIQGVIIFHDVFDNERDIRGAQVRLEGVYVWPFRQLRMVANSGKEGDYGQEDDYLLT
NPYHLLGVFSSQVFQESPREKIWNRKHSPIYEMEKRCNIEIAAQVSRLPPRKNDGDQEKYYLEGLMESPSVDDDVDCFSP
VLVNATSINTDIYYNKAINYTLMVTFISFLEVLMLIRQMEYSNTQSGTAKVSLLMVGHQAIIDTYICLLHLTAGILVESL
FNAFATAAFFKFVVFSIFEMRYLLAIWKANRPPNGESWEQMRRELSALYSRFYGVLLGGVLVMYEFHKFLRFILLVLHSF
WIPQIVLNVVRDSRKPLHVHFILGMTITRIAIPLYIFGCPHNFMRIEADRNWCICLAIFMGLQALILILQHYFGSRCFIP
RQVLPDKYSYYRRFHQGSNNGIDCVICMTPIDLGPRSNDCMVTPCEHFFHNSCLQRWMDIKMECPTCRRALPPA*     
>Mgut_mgv1a024749m                                                              
MGDYQDRLQPTLYCDLSLVEFVTPEETDDHNNQSEINLNFSWKVDFSEWIVQEYSTYPELVRRSNEYATNFSFGVSRMQF
RCLDELREVMEFELRGMLDDYDLRRNLADHVLATTLANVDDDDIDILAEGIVLDIYLDVLVDNQYIVSEEVYDEEYNCLV
PAEDSSIMSSLKRVAVDSDQNISCSICLEDLEEALSMPCSHVYHGDCIKKWLSISHYCPLCRFEMPTTN*          
>Mgut_mgv1a022478m                                                              
MSLSPPNATSGNGNRHFNLYWCYHCHRIVRIASRDPSEVICPRCFGHFLYEIDMARPRPVLEFTAFDPSPEARILEALAL
ILDPPLGLRNRRGEPSGANRAPRSGLVRTRGRGRWFQPRRRRNNLFDEDDDDEWGPESGILARPRTWIIVGPTGPTRAGP
GPPRERPVPPSVDPRDYFAGPGLEGLIEELTQEDRPGPPPAPDWAIDALPTIKIRSAHLETGPECPVCKEELTVGMEARE
LPCGHVYHSNCIVPWLRLHNSCPVCRQELAVNQCGDHRESDSDESHGGRDQRCWRLANMWPFRSRYRPLDSHGEGPAASS
QHHGEH*                                                                         
>Mgut_mgv1a022103m                                                              
HAQNSCPPSYCNNNSQAIRYPFWLQGRQLPSNCQPIGFNLSCNGQKKLILNIPYYGDFYVSSIYYHLRIVTLSDPDNCLP
KKLLSSNLSYYPFMAVSYQIYTFISCPKGLRSSYVVDCLSNTTTDILALKYGASNFPKCKKNVTLALPVSSYFLDDRFPV
EFDITWNDPDIASVVVIVIICISCCICMMRRNNFPDSGSDQTSRTAGSSNTATAGLSTIETYKKITIGESRRVEGPNGVT
CAICLADYVPKDTIMFLPECQHCFHADCIHQWLSIKAKCPICRTPQA*                                
>Mgut_mgv1a014454m                                                              
MGFYQRRHRLLLDPTPGGAPPINGGGSRSGYTRGATNFDTNMVIILAALLCALICALGINSIIRCMLRCATRMGSAAGSE
AQSVFGRRGLKKAVLRRIPVAVYASGEGGFYTDCPICLGDFLDGEKIRVLPKCNHCFHVNCVDVWLASHSSCPTCRRSLA
AERAESGGGETVGMVTPLLLLALLMRWAN*                                                  
>Mgut_mgv1a020361m                                                              
RMSEILGHEYRYRFRVNYDEFPTDFYNRERKFYFFEIRTNFMLKKKFEDEEDVMGSEAFDVIVYESEGEEFMRSYLVTWM
GIRLQEYWIISEEEIECMLQGAIDFAIRWAADNPEELFFPVVVDLDICTVQLERETVEEAYDRAIRAEFMYPVYLWANHS
GRNDELHKSIHPRLRDFLMFYLAKIRVEGVDQGLSLMEMCSICLRNPTVGSRVSVLPCGHAFHYHCIVRWFIKSNSCPFC
RFPAHDFPVCNNLPCLG*                                                              
>Mgut_mgv1a025012m                                                              
MANYLTTCVTMFAKSIDMISEDMYNDELIIDVSVWTGFLTANCVGEEEIPSLIHWESQSKSRFRKPLQKLFSENQPDTFL
SEIIQRIGIPFTLENIHWGCDGFPADPTYETLEEIITHRLSKIAIDCAAGRKSPRMQFFIRKANKEEIICCSVCIKGLKK
GTQAIRLPCLHIFHGFCIFRWLSENPTCPICRFELFSL                                          
>Mgut_mgv1a012318m                                                              
MNENHQVGLHYIDSGGYSCPASEGFVDFFGGGGGGFPAAPLHYFNTGQIPMHDQESAYWSMQHMNSYRYGLSGSESTSSY
YGMYEDNEHSRRMDLNRRDWEYPSMTMSEDPIAVDLPSEQSMTTTVHSIPEERSPHHEDADSTQVLWEDDIDPDNMTYEE
LLDLGEAVGTESRGLPQELINLLPTSKHKFGGIFSRRKSGDRCVICQMRYKRGDRQINLPCKHAYHADCVSKWLSINKAC
PVCNTEVFGEESTN*                                                                 



>Mgut_mgv1a010474m                                                              
MASEEGIQQKLQELQKQLGKKQMFEQSVNTIRSLLLQHYPSASPKLRQSFYAVVCRVATILKTRYTSPGFWNTGLSLFQD
AEQLVPEASERKHLQGCISQANDQLNEVQNQSEDSRSTRTNGGYLFEGHLTVDQEPPQPTWLVQSNLLTAAATLFQAESS
GLQLDNSNTGDGASSLLQQLVDSLDNIVPEILDIDSGAPRVPPASKEVVAKLPVNTVTQDMLVNLGKDAVCSICQENLVV
EDKMQELPCKHMFHPPCLKPWLDEHNSCPICRHELKTDDHAYESWKEREKEAEEERKGAANAVRGGEYMYV*        
>Mgut_mgv1a020235m                                                              
LLLVEQQLLRDDDEVNVSCSIKINNSCPDIANNNRDGPKESDVCVICFDDLCQENNKNNIGALECGHEYHSDCIRHCLRM
KNFCPLCKAVAFKFCPVRSTR*                                                          
>Mgut_mgv1a026696m                                                              
MNNWDSSDENSNAIALQGLGFAIGLSIATFILAVTGVYLYMRWTVNPTSVDDGPAGPNSVIVIIHQNNGSDGATTSSSIS
SYPQFAYSEIGAHKIISESHASSCSICLADYEAEDFVRLLPSCGHFFHVKCIDPWLILHPTCPVCRSSPLQISSSSTTTL
AQAR*                                                                           
>Mgut_mgv1a020272m                                                              
MQEHKRFSGHAHLKVSWIQHQINQKDTSFTSSSSYPPPFIPNSNFNKESQSGATKISPAVLFIIVILAVLFFISGLLHLL
VRFLTKNSSPSQSSLNLEPSGNSDALQRQLQQLFHLHDSGLDQAFIDALPVFSYKEVVGPKEPFDCPVCLCEFTETDQLR
LLPMCSHAFHINCIDTWLLSNSTCPLSEEGEVLGETSSSKLDGRRCYSMGSYQYIVGDAKLRVALSEDRIGCDKKIVEGA
IKEQSCKELGDESTEGKRICIGTKTDSYSVSKIWLWSKKGKYASSSDGHLDNNNNPSSPNLDLTWMHRRQGV*       
>Mgut_mgv1a009624m                                                              
MGSAGNQNPWAPYNNYKDCTQGVCSIYCPQFCYFIFPPPPPENDSAAPFSPLIIAIIGVLASVFLLVSYYAIVTRYCKGR
RNRTTTTSPDQTDPNRDHQFHADSASGLDEALIKKIAVCKFVRGDGLIEGSECAVCLSEFEENESLRLLPKCSHAFHLPC
IDTWLRSHSNCPLCRAHVVVLANHLPIAQPSSSPPPLYVDSNQDPALNELVLTVDDREIVSPISDNRSPFQDCDENAEVV
IKEVTSEKIVGSDFRRSISLGTFPFQRNLLISDVLKFDEIEDLRVEKDRSSKGIGCSKGFAVEERKSSGGNIKRSFSSGA
CIFTVRDKGKSSLLPH*                                                               
>Mgut_mgv1a020170m                                                              
EPEPTAPSTFMCEICVDEKPTEELFRVLGCSHSYCSECMSKYVGSKLMENITNINCPVSGCRGFLEPHHCRSILPKPVFD
RWGDALCEAMILGSEKFYCPFKDCSALLIDDKMGGVVLQSECPSCNRLFCAQCRVPWHLNISCAEFKKLDKNERSNDDLM
LMNLAKEKKWMRCPKCKFYVEKSEGCLFMLCRCKHAFCYNCGHTTKDHYCKNCKR*                        
>Mgut_mgv1a022249m                                                              
EFPVGYTDIFLPKLLVFILTVLGFIRKFVCALFSFMGIGDFLEPGTPSYSERSESSSEPRSVAAALIRELLPVVKFSDLV
DPPENCAVCLYEFSGDDEIRRLTNCRHIFHRSCVDRWMDHDQKTCPLCRTPFIPADMQETFNEKLWLASGISDFYGEYSP
ITTGL*                                                                          
>Mgut_mgv1a019492m                                                              
MDLNSYLNHHAVTSTTMRDQPAELPPQFTVVLQFSCKLISSLFIFHGDSDEPELRRCYHHPQKSTTVSLNLGQFFDREET
REIIETNLLLLCSDMAPTIRQRWVDYAVKKAREVVVSMPPQHNVVIVRFPATLNLDLICRRAAEEMVDRNNYMVPAAESW
IEKSLSKKTLTEYSPDQKGSSTTCAVCLEDFSGGGEDDVSVMPCEHYFHGDCIGKWLRTSHYCPVCRFEVPTTET*    
>Mgut_mgv1a018571m                                                              
MLLCCYSVIKRWFSDSSSWFLAVGIVKKFAVAIVTCMFALGGAIIGAIIGAIKGQTTETGLSRGFGVGAVAGAITAVQLM
ELIANGEPFSKVALLRSLVNGKIFTEWVSPAVLKAYQRHVSTTEMNSSEISDTFDINFTWGLSQDEIEQLPVDEFINDET
TTLFSETSCPICLQDLKDGEAVRFLPNCKHLYHLCCIDEWLSRQGNCPICRKRV*                         
>Mgut_mgv1a018227m                                                              
MDEMFDLDMALTMPDDSTVELSKHRRDALSTAAVCELVGEMPTVVVGGGGRCAVCMEGFQLDGGGAGGGKKVPCGHIFHE
NCISQWLSVHDSCPLCRGNVSGAGKVVS*                                                   
>Mgut_mgv1a020651m                                                              
MPPIEEEEEEESVEVVECVVCLCRVIRGEKYKILPNCNHGFHSHCIDSWLKRHSTCPLCRSSVTSISYCNITNRDIITFD
>Mgut_mgv1a021968m                                                              
LPCPRQLPPAVVFRRNPRGGGPVYRAPLVFSREVVERAPDSGRRNVTSDCCSICLEGFSGEEPLGMPCSHIFHGSCIGKW
LRNNPFCPLCRSRFPLS*                                                              
>Mgut_mgv1a009172m                                                              
MRRKSLCKNRRADLFHFLHTLFPFSAKLLPPIPPSSIPHYTTRDFSNFFETGPILVAGTAHLVIGVCMTSASELFYSRRS
RFGRNSDPFGVGADLDSPPPPDRTNRRSRHFNSPGGSHARRDRLEPDGCDPFRRSIHQLRQPLHRRPSHPPQEHEPIWLE
EVGHQISPGNVSHTGNHVSVRDRARVNGNDRLPGPVLLARERLLQRLRGVTLSGSRRNNRSSSNNIAIGEDFRLVDAGDW
ETEISRDWVTSVTHSTESIAHQTSSRPPGLTQEALTSLRIEIFSLQEKTNAHNMSRDLKECSICLESFSEGEKLTCLPCG
HRYHFCCLGPWVRTCGDCPYCRRSIYATVD*                                                 
>Mgut_mgv1a005670m                                                              
MGGGGGGASSKLKKAARNFFLQTCGSLCETQQQQSPVLDNSAPTPRNIYSKKISPEIAGQCSSTTTPSSNKNLCTICLDP
LNYNSGGEAVFTAQCSHSFHFACISSNVRHGSVTCPICRAHWTKLPLNPHARCSLHNKMADPTLRILDDSIANLRVHRRS
FLHSDDPIEPDPTASDGPRLTLSLAYPNFNSWPHHQASSSYSTMEEGSPNNQACLHVRLTHGPAIDLVLVASSNGPHLRL
VKQAMAIVVFSLKPVDRLAIVTYSSTSAVRVFPLRRMTSYGKRTALQLIDRVIYIGQADPIEGLKKGVKILEERAHTNPR
SSILHLTDAPSRSHRWFDSEAPVTIQRFHLGLGFVVHEFEEFLSRVLGGGVEDVQLIIGEGTMIVRIGELRGGEERNIPL
CIGQRGCVYVKYSYRDSGDGECITTGEVVLRMEEKDDSEDIVVPMETRISNAGNLEYHDPFLARRWAKHLHGYRL*    
>Mgut_mgv1a008418m                                                              
MSSAGIFGGGGGATTRDPKQYFCYQCERNVTIGPPPSPTAEIFCPDCHGGFLEESDTAPSSNPTDALPNPFFDDSFPTSA



AYGAPPVIFSSSSAAPGGTSFSFSSGGGAGGFDDLSALFGGTQSPNEFNPLAFLTNYVNSLQSRGANIQLVFQSSGGGGG
IGGGGAEFRLPTNLGDYFVGPGLEQLIQQLAENDPNRYGTPPASKSVVEGLPDITITQEMLTSDSSQCAVCKDSFELNEA
AKQIPCKHLYHKDCIVPWLELHNSCPVCRYELPTDDPEYENRRTRENENSSQSSNISNSSLEALDGDNSSNNGEQTPMAA
AERRFRISLPWPFRGFGSTAEASSSGEGAGNNGGNNNTNNRNSGRGQAREDDLN*                         
>Mgut_mgv11b020749m                                                             
MDRVVDRGLARSFGRHNQHIDYAEIDDEEFYLMIPAADSSIMSSLKRVAVDSDQNISCSICLEDLSPGGDNDFEEALSMP
CSHVYHGECIKKWLSISHYCPLCRFQMPTTN*                                                
>Mgut_mgv1a013130m                                                              
MNSVPRAAGYEYEYNFSIKEELVSKYKHRPMRKFTTLIFEIRATFITRPIDGEDVIIDSEVFDGVVQDNRSSDTVNTIVL
MQSSLSVRLHEYWMSGVEQRRFEIEALDFARRAAANAADPSPRRVVPIFVDLKVITVQQEGEPVRGAFDRALRAENLVPF
FNIPCSYATFTKWPGTPPHLGPNIGSQISRASLCRHAFHSHCFALWLLKGNELCPTCNSVAYSIIPNFDD*         
>Mgut_mgv1a024109m                                                              
MAIPNFFIFIFLLLSIVHAQNNYCPTSYCNSVAIQFPFWRQGRQLPSNCQPTGFNLSCNGQNKAILNIPRAGDFYVSYIN
YYLRRITLSDPDNCLPRKYLSSSLSYSPFMAISNQNYTFISCPKGLGSSDIYIVHCLSNDTTDVLVIKNEAAVAIFPECK
KMVTVRVPVSSYEYSFPVNFDLRWDDSATGKDLSLICNRSVEIKSAENKRPVSRIFALAFVISSMVIPVVIIGIACCICM
MRRNNLQDSGSNQTSGVTGLSNTVTTGLGISTIETYKKITIGESRRIEGPNGITCAICLADYVPQDTIRVMPECQHCFHV
ECIDQWLGIKAKCPICRASQA*                                                          
>Mgut_mgv1a025402m                                                              
MASLSQFLNHAFTITMAFFSILLLELAIFILGPARTTTTTTTEKFLKIVDQKVPASRYTITGVEPTECRVCLSVYEEGDE
VRKLKCKHTFHKDCLDTWLQHHSATCPLCRRVVLPEEVVVKHRDRRQWEYYDESDEELILLRYFCTRGIW*         
>Mgut_mgv1a024357m                                                              
MGIDDNDETSFFNRKSNYDMNSKIMLTAIISLSFVVILVTILHIYARFLLRRQSRRQAELRRLGFITASANIQSASEPPK
TGLDPAVMAALPHFIYRKTSSSNDDDDDDDDDETSLTECSVCLSILEDGEIARTLPNCKHTFHAECIDKWFVTNSTCPIC
RMDAEPRLVPEPREGVVVVVVAAGGGAPPSAPPLEGTSDKNSSGSRLSSFRRILSRERSSSSRRMQTSSVPDLERQ*   
>Mgut_mgv1a022620m                                                              
MEELMYDEPPRFRQINNGAIYYHVLDHRMIYDNAIDDSAIWVIGAGNTEQAVTEDHRMSPTQNVNGSGLSKEDIENCLKT
RNSCRKGEDEESDEICAICLDDMITSCEKEKEETTTIGSLGCGHEYHVCCIKRWLRTNNSCPLCKAVASRRIENID*   
>Mgut_mgv1a026536m                                                              
KKTRKMLVSVFLALFLPCAGMSAVFLVYICLLCYAANNDENQPELPEPPVKAGQTKGLSPSDLEKLPKVTGKDLVLAGDC
AVCLDEIESDQPARMVPGCNHGFHLECADAWLSKNPICPVCRAAIGPELFNPPEIDPC*                     
>Mgut_mgv1a021110m                                                              
MESVGSSSTPPDHHHRPPPHRHRFIPTQPFSDRVIRAVRHRLRLLHRTDDSSLFFVLGATGNVYTVNISAAPSCTCPDRA
TPCKHILFVFIRVLGLPLDDPSLWRRTLRPCQLRRLLNLPTSREALAGAAVRERFHHLFFQSRSTGSRRPDVVAEIGTAC
PVCLEDLGREDKVVACGTCKNVIHETCFLAWKKTCRRRSATCVLCRARWRNGGDDQEKYLNLSAYVSEDDLAAEGNGPCS
D*                                                                              
>Mgut_mgv1a022217m                                                              
MSGRVHGHWCCDCRAPVHLQGEDPICPNCNSRISVLQLQEGTIHSGDDTASENGPPYSPGPLPGFLDAFGRILQIGTTFA
HTVRPMIIPQPGPLPGPFHTTPSHMPFHSPFPHYDPFPYYDPCIQPDYFRHPDTEQSSASGEQLLSTPTPAAPSAVLDSL
RVVRINKKRVNSEARCPICQEKFKLRAEARKLPCKHLYHSECIGPWLADHNSCPVCRFELPRRDS*              
>Mgut_mgv1a022671m                                                              
MVPQSAVLNYVVWITAQLKWAWDYLLHQSFNPNGVGLPEYTDDDLIVTIHESEDSESDECAVCLCRIEEGDEVRELRCEH
LFHRACLDRWLGYGHMTCPLCRNNLRLPPLEAAELHHELVVIDFGATRYSDRCVWWLR*                     
>Mgut_mgv1a024730m                                                              
MRKIPSLRAGVAVATAEFNIHLSPPASAAAPPPLAAADCNAQKCPWWPYTSAKDFKANTAIIVAVLFCALICALALNAAV
RYLIRDCSRRRRRNRKEEHGGAAAEEAAEIPGVIYSEETKLSGAETECIICLSEFAAGERIRVLEKCSHGFHLQCIQKWL
VSHSSCPTCRTICSNESTTASPP*                                                        
>Mgut_mgv1a013960m                                                              
MAGMLPGVESARRRRFHNSSNFTSHELSSSTYSTWRSYTTTTHHFHSNSSATRSSLIRQQGLCDDDSRLSAAAIQAKKRL
DLRLHLPHTHRIDQFRSTNTDHEQERPTRSSINNRPPTNLQDDNQVLPNKLKRSGSKRLNWLKMSWKSSEQDECAVCLEQ
FVKAGGGGTLMQVPCGHRFHTNCLMPWLEANAHCPCCRMEIPSSK*                                  
>Mgut_mgv1a027169m                                                              
NLSGNSDALQRQLQQLFHLHDSGLDQAFIDALPVFSYKEVVGPKEPFDCPVCLCEFTETDQLRLLPMCSHAFHINCIDTW
LLSNSTCPLCRATLFNPGFSIENPIFDYDDFREEDGGCPNYGDSLFSIAQKRVEIEEVATKKGVFPVRLGKFRKLDEAEE
GEVLGETSSSKLDGRRCYSMGSYQYIVGDAKLRVALSEDRIGCDKKIVEGAIKEQSCKELGDESTEGKRICIGTKTDSYS
VSKIWLWSKKGKYASSSDGHLDNNNNPSSPNLDLTWMHRRQGV*                                    
>Mgut_mgv1a013568m                                                              
MDRELIGYFSIGLFSGLGFTTCLRFYFHRRHQRRIAALTQIEDEAVDRIVRDLRRLFQNRAVFRGLEPAVLNSVPTLLYP
STAAPEHRLAECAVCLSEFEENECLRLLPKCGHFFHLKCVDKWFLSATTCPLCRTVVEAVVVEDPSMEGESIERGIPSQP
TEPVDGEIVPEPDQPVDGETVPEPVEPAEEEILFELVSRFTGRIWQVIAVRRRLAE*                       
>Mgut_mgv1a006887m                                                              
MGSSNSHLGSSKSSSSSRNLSRSRINRGVSSLFCGIFTSKSTFQKLDNLPEKSPRNSVVESSPAFIVESSSEISTTAVEE
SFLDSGLVNVQTSTDIIEQQLPHQPVQESVDAISDDLRPLSIVSDADVAATATTSSTGPQFLVSEIDQDLLHLNLVTIPS



NYLSGNSEINIRESRRNNRRLFWDALSRRSFRRPSGGPPTIVFAASIADDVGPNDRWLLDFSGDVNYEGATGRDLDSFGA
RFRRRNERRLLMRSEVSERSIGDINEGAPQTAFCTSGLHLDGTCSCDSFFTPEESTSLASISRIIVLAEALFEVLDEIQN
QSLSLSLSTLSLPAPESLVDSFPLKYHKSLKKSDDDSADAQPPKCYICLSDYEEGDKLRVLPCNHEYHVSCIDKWLKEVN
RVCPLCRHDVCGAGGECSGTNADVSTQ*                                                    
>Mgut_mgv1a025164m                                                              
MIGELIIFWTNRRREVAVQLRPVIAPPPARVLVVVPAHTPPAQTAATERLAGGDEIVFDTFIQEKAKEEGGCAICLAKYE
DGETLATITICKHRYHEFCIRAWLKDHDTCPLCRTQ                                            
>Mgut_mgv1a006124m                                                              
MHISASNILRSPLSTLLEYTGVLRTRSNHSESDILLNSGANLGYRDHHLNDSAPSPVANSSVSAGEVSIRIIGSGEHEND
RVATVLHPVPTVEQLSVQSESYSRPISRSGSAISVLSSLESQVDLRSDREAGEGVTHTVNPGSDTDAADGGGVTNRDSSS
SYQRYDIQQAARWIEQVLPFSLLLLVVFIRQHLQGFCATIWIAAFMFKSNDIVRKQTALKGERRIFLLTGIAILFTLHVV
GIYWWYRNDDLLYPLLMLPPRTIPPFWHAIFIIMVNDTLVRQAAMVFKCMLLMYYKNSRGQNYRRQGQMLTLVEYLLLLY
RALLPAPVWYRFFLNKEYGSLFSSLMTGLYLTFKLTSVVEKVQSFITALRALSRKDIHYGCYATSEQVVAAGDLCAICQE
KMHAPVLLRCKHIFCEDCVSEWFERERTCPLCRALVKPADLRSFGDGSTSLFFQLF*                       
>Mgut_mgv1a003639m                                                              
MAVKFLSISVVCTALSVVGLHYWTEISLKKYISDGLSFDDLINLEDGSHALEFLSGSYTTLVLVASFALNVFILIILGLK
TIFFSKLYTSEIRKMLERLINYVIYKGTFLPLVVPATVVQAGLWSTWLAVLCFLKMFQALARDRLERLNISPSATPWTYF
RVYCALLLVFSADLLWILLCLTKYSATSPSMFWLLFFEPSSIAFETLQAIVVHGFQLLEICWHHSVRDGENCRLSKIFDI
SPTGSLGEWKGMLIRNLGFFLDMMTMLMALAHYLHIWWLHGMAFHLVDAVLFLNIRALLSAIVKRAKGFIKLHIALGTLH
GALPDAASDELKAYDDECAICREPMAKAKKLSCNHLFHLACLRSWLDQGLSESYSCPTCRKPLFTGRSDNGANTRAAEIA
RDEQLARQMSRGFDRPNLPNHNPHTGVFPNQPQNPETGDWRRNGIDASWLALDGAGQSGFSRVQMVMRQIAAVGETYANT
AIEDAGWSLFPPNSSQAGTSRSTVAPSNSTRGEASGLHVRSTSRTANDSLANIIAMAETVREVLPHIPDDVIFQDLQRTN
SVSVTVNNLLQM*                                                                   
>Mgut_mgv1a005242m                                                              
MGGGGGGASGKLKKAAKKIFVQTCGSFCQTQPSHLHNSTATTAWCDSPNYSSPPENQNQNQNRNISCKKILSEISGKGNS
TTSPSTKNLCAICLEPLNYSSGSSAGQAIFTAQCSHSFHFACISSNVSHGSVTCPICRAHWTQLPHNLNIKYSADPILQI
LDDSIANSRVHRRSFLRSAQYNDDDPVDLTHHPTDQPRLHLSLAGPLQDSSCLRVRLSHQPATDLVLVASPNGPHLRLMK
QAMALVVFSLRHVDRLAVVTYSSAAARVFPLRRMTSYGKRNALQVIDRLFYMGQADPMEGLKKGVKILGDRVHKNPNSCI
LHLTDAPPSYRRFEVEEVPVRIQRFSIGLGFGGGASNGLIMREFEEFLARTLGGAVRDVHMRVGEGRRVIRIGELRGGEE
RNIPVYLGECGPVCVEYSYVEGGDGECIVRRGEVVVGENKGENESESGDGGGVEIVGGGGGRMSGGGGDQCWEYHDPFMA
RRWAKHLHGYRL*                                                                   
>Mgut_mgv1a009234m                                                              
MAEEEVVAELEAVLAVYGDDCHVIEAYPPHLHVHLKPRTAEISSQQFVEATIGMRAGPQYPEEPPEISIIDSKGLDEQRQ
KNLLSSIRCKAFELISCLMLVTLCEEAVERLSSMNHPDGDCPLCLHPLLDEDGGSNSLPFMQLMSCFHCFHCDCIIRWWN
WIHLQSEKEITSSSSSTSRRTTQYQQDRKMMEESMGTCPVCRKVFLAKDIEHVLNLVGTVGRSDSDGVDIDGDVLHSESE
KIRRQKFEAILKIQEENSGLIETKKTEVLLPGMFLPQSIPLPSTESDAISGEPQNRSSTVKSDTIPESSNNRPRHRKNKN
PNMRKHRTQSSSNQVRHWIRKDGNVSEN*                                                   
>Mgut_mgv1a021338m                                                              
MSSLKRVAVDSNQNISCSICLEDLSSGGDNNCEEALSMPCSHVYHGDCIKKWLTISHYCPLCRFEMPTTN*         
>Mgut_mgv1a010691m                                                              
MKIMPQARNEEKSCRKPKNKHKLASFSESNGSKHATESRKKISEKNSKKMRFAFVKFKGLGCKGTSSTPAIIRSAAEWET
KRAKNQNQTTKKPSKNRRNPANIVVDFVPDVCCAPPGIGLSSDFAPLNKNPASKLDHRKHPREPRRNGDDSSLEFPAISR
RVISSRTNNHRSAGEIIEMMMSQQTLLPGRIVQGNDRYWAWRRNIDDMSYEELLDLGDKIGYVGTGLQEEELSRCIRKFK
MCNQKLITSHKDWKCSICQEKGRRNDDIGTLDCGHHHHLQCIKKWLTHKNECPVCKSAVMLDRSR*              
>Mgut_mgv1a020553m                                                              
VLCKFFAHGACLKGEHCEYSHDWKAPPNNICTFYQKGLCAYGSRCRYDHVKVSRLQSPDVSSSADVSSASEFSSGTATAV
SADRSASTRPFYPPSQPAWEENFVSSDTLLTEDDFVDVGGVDPASRPICSFAAAGECPHGLNCPHIHGDLCPTCKKHCLH
PFRPQEREEHMKICEKRQRHLEALTHSQEIECSVCLENVLSKPTPAERKFGILSECDHPFCISCIRNWRSSSSASGMDPH
SALRSCPICRKLSYFVIPSVIWYSSKEEKHEIVETYKAKLKSIDCKHFDFGNGSCPFGTSCFYKHMYGDGRHEEVVIRHL
GAEDGNTVIAKDIRLSDFLSNMRIR*                                                      
>Mgut_mgv1a026985m                                                              
MGQIEMGSVANQNPYTPYDSYRDCSLGICSIYCPQFCYLIFPPPPPSDDDSAAPFSPLIIAIIGVLAGAVLLVGYYTVVT
RYCKRRRTTTDGGHTTTRTTEPGSDENQNESGQDIQYRVAPAGMDESLIKAIAVCKYQNGDGLIEDTECAVCLSEFQENE
PLRLLPKCSHAFHLPCIDTWLKSHSNCPLCRANVVALANSCVSQPPVDLVLVVDDQELSLSQQNVVIINEDDDDVVVDDV
AIRIQEIENAGDSLGGAFSLPQRPILVSDILKFGEIDEYVQVENDELWRGVGSSNGVLYGSEESEFGSVNRNNDGVLLLR
SPVATKRCVSNGRFMSNKGKKSMLPN*                                                     
>Mgut_mgv1a023632m                                                              
MGESSDDNSNTGLFELTGKIMVVAILLLFFVVVFAFSLHIYARWFWQRRQERSSSSDTTTTTTRRRRRLSFAAGHREITV
ILPAARRGLDPSVLKSIPVVVFDPKEFENGLECAVCLCEVSEGEKARVLPKCSHGFHAECIDMWLHSHSTCPICRNPISN
PKSSAAAAAGESAAANTYPTEAPNFPTNVLFWASSSSSSSSVTSSIASSLNNNNNNRADGILAIDIPRQIIEEEENEPKS
PIYTRLRSLTRLLSGNNRKVNPSSSSSPRNLDPEQGVVITG*                                      
>Mgut_mgv1a024586m                                                              



YVFYPAYGETHLGEDRTNNNASGLSEEDINMCLKKKILCPDILDNKGDEEEETEVCAICLDGMCHQKDETGVGILGCGHE
YHVSCIKRWLRVKNFCPLCKAVAMRTSACN*                                                 
>Mgut_mgv1a013883m                                                              
MDSDRFNAEVSGNSARGLMWMVEYRLAEYWMSNDEISIFVKEAMDFAVRTAEEPEHASRWLIPIAVNLNVCTVQQEWEPI
DSVIERAVREEKLVPYVIWPRVVGRKQFDTDVLYYLLCLMTGRLEIGETNQGKIRVEDVEDGMTIMPLCDICLRGPMLGT
HISVLPGCNHAFHSHCIARRVLGKKYLCPTCQVPAYPYLQRRIPLAL*                                
>Mgut_mgv1a011757m                                                              
MSFVFRGTRGDIETGFPGLIPERRAMRVHATRPVNTNSLAFLVTVLLLFMILNSHQMSPNFLLWLVLGVFFMATSLRMYA
TCQQLQAQAQAHAVAASGILGHTELRLHMPPSIALATRGRLQGLRLQLALLDREFDDLDYETLRALDADNVPAASMTEEE
INSLPVHKYKLSGPQSVGSAVQQAASSTSVQDVSNAQTGLKSSDDDLTCSVCLEQVNAGEVIRSLPCLHQFHVNCIDPWL
RQQGTCPVCKFKAGSRWSDIAQREIDASNMV*                                                
>Mgut_mgv11b021825m                                                             
MIERAMEEATWLVKSRPPDHNYVSVDLCMRVGLVFDFDKTMMPIFDDVLCGKFAKHAVVAVVAETCTICLIDFSDDDGRG
GLKSVYTPCGHKFHRHCINEWLKSRARTRSWRPITPFCPICRCNIEARAL*                             
>Mgut_mgv1a017900m                                                              
LYDKRSYQILFCYGKSYISDGLSEDRITKCLKIKINSCSDIDNIRDPDEEREVCAVCYNDLCQENNNLGIVNIGILKCKH
EYHSDCISRWLQVKNFCPLCKL*                                                         
>Mgut_mgv1a023561m                                                              
MDLMSQNPIHLDESKALSPITSPQISSPIIAIAMFGILSTCFFLIGYYVFVVKCYLNRTSHISDDPPTFYSPRRENRGLD
ASAIRSIPILEFKKVEFSEQKPYECPVCLDEFEEDEKIRVIPFCGHYFHVDCIDVWLHKNANCPICRTSVLAHDISLNYW
DQTIIHARDQSPSNYDEEYVVIEMESQENSNSGELISSIPSKDKFENNKISRSGGKIGRVLSMGDECIHTTQKDEQFEVV
HPIIRRSFSMDYCSNGRVTRSLFS*                                                       
>Mgut_mgv1a000143m                                                              
MRVPLCSVCQNKYSEEERCPLLLQCGHGFCRDCLSKMFAASPDSSLSCPRCRHVSTVGNSISALKKNYAVLSLIQGGDED
DDEDDEEDDADGSEAGGGGGGGGGRNFAAGSSNSCGNNSHVNSSTSGGCVYSNGSRRVEDAVKGGMIDMAVHREVKMVRK
IGEGTSRRAGVEMWAAVVSGRGCKHKVAVKKVAFGEETDVVWMQGQMEDLRRKSMWCRNVCTFHGITRMDSSLCLVMDRC
HGSVQTAMQRNEGRLTLEQILRYGADVARGVAELHAAGVVCMNIKPSNLLLDESGHAVVSDYGFPSILKKPDCRKSGNEV
ESSKIHSCMDCTMLSPNYTAPEAWEPVKKSLHLFWDDAIGISPESDAWSFGCTLVEMCTGSIPWAGLSAEEIYQAVVKAK
RQPPQYASVVGVGIPRELWKMIGDCLQFKASKRPTFHSMLAIFLRHLQEIPRSPPTSPDNDLPLSPVINGIAPSPSAELE
LPRADPNFLHRLVSEGNVNGVRELLAKISSRYGQSLLHSLLESQNAEGQTALHLACRRGSAELVEVILECKEANVDVLDK
DGDPPLVFALAAGSPECVRALIKRNANVRSRLREGLGPSVAHVCAYHGQPDCMRELLLAGADPNAVDDEGESVLHRAVAK
KYTDCAIVILENGGCKSMNILNSKYLTPLHLCIMTWNVAVVSRWIELASTEDISEAINIQSPGGTALCMAAASKKDHESE
GRELVRILLAAGADPTAQDTQHAQTALHTASMANDVELVKIILEAGVDVNIRNVQNTIPLHVALARGAKSCVELLLSAGA
NCNMQDDDGDNAFHIAADTSKMIRENLEWILVMLKYPDAAVDVRNHSGKTLRDFLEALPREWISEDLMEALAEKEVNLSP
TVYQVGDWVKYIRSIKEPTYGWQGATHKSVGFVQSVPDNDNLIVSFCSGEAQVLANEVIKVIPLDRGHHVQLKADVVEPR
FGWRGQSRDSIGTVLCVDDDGILRVGFPGASRGWKADPAEMERVEEFKVGDWVRIRPTLTTAKHGLGSVTPGSIGTVYCI
RPDNSLLLELSYLPAPWHCEPEEVEHVEPFRIGDRVCVKRSVAEPRYAWGGETHHSVGRVSEIENDGLLIIEIPNRPIPW
QADPSDMEKVDDFKVGDWVRVKASVPSPIYGWEDVTRNSIGIIHSLEEDGDMGIAFCFRSKLFRCSVTDVEKLPPFEVGK
DIRVISSVTQPRLGWSNETPASVGRIVRIDMDGALNVKVAGRRSLWKVSPGDAERLPDFEVGDWVRSKPSLGARPSYDWS
NIGKEGLAIVHSVQDTGYLELACCFRKGRWSTHHTDVEKVPAFKVGQHVKFRTGLAEPRWGWRGAQSNSRGIIISVTANG
EVRLSFPGIQGLWKADPANLEIEQMYDVGEWVRLRSNGRVGIVQGNAYEENEHDVAVVGFCGEQDPWVGSIADLERVDKL
TVGEKVKVKNSVKQPRFGWSGHTHTSIGTISAVDADGKLRIYTPSGSKSWMLDPSEVEIVEEREIRIKDWVRVKGSVTNP
IHQWGEVSSSSIGVVHRIEEEDVWVAFCFMDRLWLCKVWEIERVRPFGNGDKVRIKEGLVGPRWGWGMETHTSRGEVVGV
DANGKLRIKFRWREGRPWVGDPADIMLDES*                                                 
>Mgut_mgv1a018600m                                                              
MGLQNQLSDMSSESIIVLMAVLIGKSVRYLRSVLFTIMHGIDPADCHHSGISMCDFVGSGLAGVVLLCEQLNLNPVCSYP
YKSDEDGGVDHRFGSDCVVCLNRMGDGDRLRKLAACRHVFHKDCIDGWLGHLNFGCPLCRAPLVSDERVDYTRRRVAGDL
LTWFPLQ*                                                                        
>Mgut_mgv11b018698m                                                             
MSLSSSMLSPPPPETNRPVELYRNHLRSNYTGIIMPSLIDLDEMFDLDFSMTMPEDPDTELDKQRCDAQAAASARHMVDE
MPTVVVVVGGGDHCSVCMEGFGLFDGAGGKQIHCGHVFHDNCIFQWLSIRDSCPLCRARVSGAGGVIL*           
>Mgut_mgv1a021672m                                                              
KEQRHMAIQFFCVFLFLSLVHAQNNCLRSSCGGNGLAIQFPFWLQGKQPQTCGLSGFNLSCIGEKNAIVNIPYSGDFYVS
SIYYDIKRVVLSDPDNCIPRRLLSLNLSSSPFRAVSYRTYIFLSCPKGSINSRYVVNCLSDTTTDMAAINYEAGQTIPTK
CEQLFTSTLPISSPYGLPVNLELTWITSAIASSSDTVTPGLGISTIETYKKITIGESRRIEGPNDITCAICLVDYVPHDT
IRVMPECQHCFHVECIDQWLSIRAKCPICRASQA*                                             
>Mgut_mgv1a005082m                                                              
MMKLQTYAGFSLIATTAVIYHAFNSRRQFYPAMVYLSTSKISLVLLLNMGLILMCFMWQLAKKIFLGSLREAEVERLNEH
SWREVMEILFAITIFRQDFSVAFLAMITALLLIKALHWLAQKRIEYIETTPSVSKLSHIRIVSFMGFLLVIDCVFLHSSI
KHLVETRQASVSLFFSFEYMVLALTTVSTFVKYIFHVRDMFMEGQWEKKAVYTFYLELIRDLLHLTLCMCFFLIIFLNYG
VPLHLIRELYETFRNFRIRVADYIRYHKITSNMNDRFPDATPEELDVSDATCIICREEMTVAKKLVCGHLFHVHCLRSWL
ERQNTCPTCRALVIPLDNGVSTSASRADGHHQGTSTNGASSQGSSADRVQNDNVVSQHQARLQAAASAASLYEKSFVYPS



PNALTCGLPQQYANTSFAWSAQCTSVPPQFPCMHGELESGSNSQLALHNKLIKHQIEFMQNQLQLLRKSKGEKTVDQVSS
DIKGKSVPSSSSSVIDS*                                                              
>Mgut_mgv1a008674m                                                              
MEEAEPLQYWCHMCSQTVNPIMGIDTIKCPICQSGFVEEMSSAAAPENNATTLDFELGGADQDRSLSLWAPILLGMMDHP
HRRRRIINPPAEFENDNEESELDRELESIMRRRRRSSATILQLLQGIRAGILSESANSEANQNQPSRDRLSNPERVILIN
PVNQTIIVQGSFEPNNGSQSREPLGSLGDYFIGPGLELLLQHLSENDPNRYGSPPAQKEAVEALPMVKLAETQQCSVCLD
ECEIGDEVKEMPCKHKFHNGCILPWLELHSSCPVCRYQLPGDESKIDSNNIVNNQESESNNIVNGNNNGGGENSGDERNE
SGARQFSVLPWPFSSLFSSSSSRSSNRSSSSNSANATPSTSREDEN*                                 
>Mgut_mgv1a014407m                                                              
MNTSTLDSPEEPVDTPLVGGSIGGFGYGLGLSLAVLAIFMIITYASYRCKRRHPTTATTTLHHHHHRRSTDDDYDSSPAM
DIVVNINQRGCGGGLDEATISSYPRYTYSQIKPHKSGGGGGGAAATCSICLADYKDSDLLRLLPQCCHLFHLKCVDPWLL
LHPTCPVCRKSPPRGGQPPPLAQPAPVTPQ*                                                 
>Mgut_mgv1a019491m                                                              
MNPTALLIRKSLLQLAHVENASAIRSLPPSATAADGDSGFRPVINSSSSPAADRRPFNPTSQFDSSMALTILVLLTALFF
MGFFSIYIRRFTAAEEPPPPSAATSSSSPRRPPPPPNRRGGGLDPSAVNSLPLVAYGKAAAAEHRRMSDDCPVCLSEFQE
GETVKLIPNCGHVFHSKCIDTWLFSYVTCPLCRSTQLFKTAEE                                     
>Mgut_mgv1a024323m                                                              
MDVNPETSLELAGYSESSRNGYILDSLAVSNSSLHVISATCALCHRALSSDNETVDLETISICGDCKFLLLEDLDTASPD
VLYPRTMRVSRRRYDSSESIESMFSQQLSQIISLARQSQPISFEHDIQSVDGDGAARRGSRRSRIGLSDSESDAFDSLYG
ENDSNLSFRRYRWASHGEVDTVVSYRGDSDDDHSFLENENYESDTDIDPMNAGLYRWNSEEEDSEQEEADIEVATQLHSS
SRSNVAYINWRRHFLSHEVAGTFVRRFHERVQSHSGDLLANLEESETYNYVGESGDYLYGRGFGDILEHLAESESSRRGA
PPASVSFISNMRCMTINEEKLDNMVCAICKETFSVGIVVNELPCFHMYHPCCILPWLSARNTCPLCRYELPTDDKDYEAR
KRNGDMNEYETIEDNIQHETNDDDSDSNSQGDETCEMEQVVNAESGRGKNRWLMMAAPVVGMVGISLMMWFGNSSAAAAA
YRRSPTSAHIHRPKDNGQRRWWSSFF*                                                     
>Mgut_mgv1a014346m                                                              
MTGRSRHLGGVNSPPPKDSTPPTVEPVDSDFVVILAALLCALICVLGLVTVARCAWIRRLAGGSSAPPAAPPRAAAAAAN
KGLKKKVLNSLPKLTYGEETEQQENLSDCAICLAEFAAGEEIRLLPQCGHGFHVSCIDTWLRSHSSCPSCRKILVVARCK
NCGSLPETTTSSAAAGGGRNEFSGTHAIGFLP*                                               
>Mgut_mgv1a013204m                                                              
MGAACCCLRDDLEDFSNPNSSIYRNCICLHCFVQAFLHVYTSLFHRGEEQRALPSSTQVTSSSLNSTSSIDNSLADMYRS
PPRPLPYDADPRFFRLQRDGLVSRREKGSSHSHDETEPLRRNEDDEESESVSTKNKWDEFICEEGSKEYNSKSSLKLSTA
KQASGFSHIYTSEDEDVCPTCLEEYTTENPKIVTSCTHHFHLGCIYEWMERSDNCPVCGKVMAFDETP*           
>Mgut_mgv1a024553m                                                              
MEELMYDEPPRFRQINNGTIYYHVLDHRMIYDNAIDDSVIWVIGAGDTEQAVTEDHRMSRSQNVNGSGLSEEDIENCLKT
RNSCRKGEDEESDEICAICLDDMITSCEEENEETTTTAIRVLGCGHEYHVCCIKRWLCTKNSCPLCKAVASRRIENID* 
>Mgut_mgv1a024633m                                                              
MSWIQSAFGSKISPVILFVLVVSAILFFIAALLHLLIRFLLKQRSAHFHNYPETRIPTSGSFQRQLQQLFHLHDSGLDQS
HIDSLPVFLYEDIITGLKEPFDCAVCLCEFSKQDKLRLLPSCSHAFHIDCIDTWLLSNSTCPLCRGVILSTVFSFENPIF
RFGDSSKEAEDSGSREENGDGIISSAVINEKRVFSVRLGKFRGVNVNNDQESEVGESSNSKLSGARRCYSMGSCQYVVDN
DSELQVALCPSSRREGGGVECSSGGVRAAVKGGWGQKGNFTGCEEYGDGKKINSGGKGESFSVSKIWMWSKKG       
>Mgut_mgv1a018208m                                                              
MNQEFPRRPLLAGADVGSTGNSMTTFFANPFAGISSNFNRRRILTDGGGAGGGGDPAAPVSRDCGYSRPFLFLDMIWNMA
FVVVSVFVLLVTVEERPLTPLRLWVCGYALQSLLHVGFVWDEYQTRNLDEYADDDDEDDSGGGGGGGGQDFHFQRVSSFS
GLFQKSIIKKLESINSIVSSVWWVFGFYWVVIGGQPLLQESPRLYWLSVVFLAFDVFFMIFCIAMACVVFFLLFCCFPIL
ATVAYAMTIKDGASENDIRLLPKYFYRHQNTLPSFHNNNKKEEFISSAVPANSNSKPELVLHPDDSECCICLYKYVDGAE
LCALPCNHHFHHICITKWLRINATCPLCKFNILRGGDMLV*                                       
>Mgut_mgv1a003861m                                                              
MVGCNNNGDANSNSFSKTICSICYEDLKPSIEDLQSISICGHVFHELCLQQWFEYCPNVKKRSCPICKQSCTNSNVGRLY
FQSIGDSNDSSLSQKPSNYGENPDELQNEVNRLEGKVVAMASTFEQQQKELKEVKDQLLSCKEKLKAEVALKTEALSQKA
TSQQLLRVKSEELDRSISEQLRLQERNITLAKELAALKLASDLDLEEDEVAKLASLGNDAGSRETVDVLKKSLVIRNKCY
KELMAKCSVLGRGEARCLSKLEKANEKIKKLKSRVQELETAVEIKDNEALRLLKNQDTKFKTPSPDSTLKRSANQFDLDE
TIDLPDTTFRSRKVARKNPVDDSLPGCNNDKDKDKDTVCSSTFVQGFSDKKSTPVTDKNVYMERCHVDFDSQNEVETVRH
GNKDGVSCSWSMKKGENRDQTNNLPANIDDDLICYGERNPIQASLHVRNEISSSTSVPQPGDHCFSGGLLGPDGTNWHLG
KWCKKAQNIKPNAITGDLIAVGADGRGGRIKVMRSLDETSSDSKDTSSWVKKCKLGAKPNKLKPKGHLQIEHFFRRTGQ*
>Mgut_mgv1a022417m                                                              
MDNEQHHPHWFTMSPILVGLFGVLAGVIVVAICHCIITKCNTTQRSNATLSSNNHASMSSVSSSTIMAHSTIRVIVESKD
SKESVRDDVCAICLGEFRQGERVRVLRECAHIFHVSCVDKWLGNHPNCPLCRACAVPSLSHFNGQGPPYES*        
>Acoe_001_00150                                                                 
MSTAPIVHNIPARVYRQEFFGPLPGPWMTVDAFTELRKMTEVEKDTLLGPKVFVVESDDDVCPICLDDIKEGDEARTIPS
CKHIFHNNCISKWVEKKKTCPLCRLDMNLNSYGERRKL                                          
>Acoe_001_00154                                                                 
MTTQTQHITTTKPRRPQLAPRSTTESTTSTTRTTTAPITLEEIKKILLGPKVFVLDSGEVCTICLDDMEEGDEARTIECK



HTFHTNCISEWVKQKATCPLCRFDMYSTLHTRKRKIT                                           
>Acoe_001_00311                                                                 
MHNISSSFSYPSRVLQNHSKNVHHILLQNQHHQCFLTTITTFFYMEESTASSSPPQNHRSRPQFKPVQPFADRVVRALCH
HLRLLHRSDSTFYVLGATGNVYTVTLSITPTCTCPDRTIPCKHILFVFLRVLGIGLDDPSLRRRTLRPCQLARLLGNPTS
TESLAGTRVRERFHQISPQLLLGPPDNSVELEDGATCPICLEVMIKEDKVVSCRSCRNPLHEECLLTWKRAKGRRSANCV
MCRARWRDMADQDRYLNLAAYVTEDEGICGN                                                 
>Acoe_001_00616                                                                 
MDVSSLETHSEGQNDTHPLLMERVESRKASEHIVDIPRGGVASSSGSSPSDSRDLDPPHPEERPSSNARVSISQPSLSSS
NGSNSRNSSFIRRGDGYGRRHRSPLNSGLWISIELGVTVCQIIASVVVLAVSRDEKPQAPLFAWIVGYASGCVATLPLLY
WRYRHRNNQHTEQESAQPRQSSSQNNPPSEPTPYTAITISRISEEEEHHASVTATGNGQNTRSLSVRLNVLVDHLKMALD
CFFAVWFVVGNVWIFGGHSSSADAPNLYRLCIVFLTFSCIGYAMPFILCATICCCLPCIISILGFREDLTHTRGATAESI
SALPTYKFKLKKNRGGGDEEMNPDGVGEGGIVAAGTEKERVISGEDAVCCICLAKYADNDELRELPCNHFFHMECVDKWL
KINALCPLCKCEVGENNEGSPSAANSSHRQGERRVGSESAGGSAYGSTVF                              
>Acoe_002_00181                                                                 
MAIRGIDFKWYDGFFLSMLATSVIIVAINWKRYHLCTYPLHIWIVVDYTTVFVFRLLMFVDNGLAAGMGLDLGWQQRYAR
FCGRIVVLSVLSIFLYPFLWVWTIIGTIWFTSARSCLPEEGQKWGFLIWLLFSYCGLVCIACLCTGKWLTRREVHLQRAQ
QGIPVSEYGVLVDMVRVPDWAFEAAGQEMRGMGQDAAVYHPGLYLTTAQREAVEALIQELPKFRLKAVPTDCSECPICLE
EFVVGNEVRGLPCAHNFHVECIDQWLRLNVKCPRCRCSVFPNLDLSALSNVRADSGRSSATVMTSSQYVQGEPTGQRYLL
RLQGLLRPIRTENTVTENDVDVALEAVENGTHGLPNTMVSPTIQRMAIRGIDFKWYDGFFLSMLATSVYHLCTYPLHIWI
VVDYTTVFVFRLLMFVDNGLAAGMGLDLGWQQRYARFCGRIVVLSVLSIFLYPFLWVWTIIGTIWFTSARSCLPEEGQKW
GFLIWLLFSYCGLVCIACLCTGKWLTRREVHLQRAQQGIPVSEYGVLVDMVRVPDWAFEAAGQEMRGMGQDAAVYHPGLY
LTTAQREAVEALIQELPKFRLKAVPTDCSECPICLEEFVVGNEVRGLPCAHNFHVECIDQWLRLNVKCPRCRCSVFPNLD
LSALSNVRADSGRSSATVMTSSQYVQGEPTGQRYLLRLQGLLRPIRTENTVTENDVDVALEAVENGTHGLPNTMVSPTIQ
RMAIRGIDFKWYDGFFLSMLATSVIIVAINWKRYHLCTYPLHIWIVVDYTTVFVFRLLMFVDNGLAAGMGLDLGWQQRYA
RFCGRIVVLSVLSIFLYPFLWVWTIIGTIWFTSARSCLPEEGQKWGFLIWLLFSYCGLVCIACLCTGKWLTRREVHLQRA
QQGIPVSEYGVLVDMVRVPDWAFEAAGQEMRGMGQDAAVYHPGLYLTTAQREAVEALIQELPKFRLKAVPTDCSECPICL
EEFVVGNETCRRFVVFLVHTTSMLSALISGFD                                                
>Acoe_002_00205                                                                 
MMGILVCVIFLFVGIGVLLLFHFCVGGDPLRWVFFSRGTFIPRRRNTCYNMPRVDLEKLPCYDFNAEEKDSNPVDCAVCL
ENLKVGDRCRLLPRCKHSFHSQCIDSWLLKTPICPICRTSANSKRSCMISGEGSSNPGDVEFSFRESQQNADETQLSSSP
SLSHNSPSESAV                                                                    
>Acoe_002_00527                                                                 
MLTEVGVDRVEVSGHTKAMFEQEIVDKAFDIVNKGGLMLSLGIHITCEAVYKRTQTPDELVQEQLREQQQQQLQQQQQQQ
QQQQHLDELDSYPQQLQQQYYDFVRYLQQRHPGYNQQLLDVYITEHTMRMSAVEASERLKMIPASRKAIDELEKIKFDGG
GETSIINKVCNICLDEFEMGLEVTRLPCSHGFHGDCITKWLETSHFCPSRCQLMMISFKVLV                  
>Acoe_002_00528                                                                 
MLCYTTFEEFTEQVITRESEIEASERLNMVPASRKAINELKKFEYDGGDSIINKECTICFEDFQMGLEVTRLPCSHGFHG
KCITTWLETSHLCPSGRFKMPVSDSV                                                      
>Acoe_002_00691                                                                 
MEVIRYCTCNRQHHHIHSGFCTSCGSSHRRGISNTSIRDSSSSSSSSSSSSSSSSSSSGSQTTSSGVNGGFEHHGQSSSF
MYCYLPRLILALLSGALTGLFALAGGFTGAVTGALAGRASDSGVLRGAGLGAVAGAVLCVEVLEASRAYWCSERSSSRSS
PSMADFIEELLRGRLVTEQLVPTVLTDYHWQVSIANISYEGMYAAYDEVISRGLSGESIRKLPHHVITDENKEGLGGSTC
CAICLQDFEVGEIVRSLRRCHHVFHLTCVDKWLVRRSSCPVCREKV                                  
>Acoe_002_00965                                                                 
MEETDSNLEEFSSPNKRQKTETQSPPFSSSKGKEKIEETEVEIEEPMNDSVESKVCGICFSEDDGKAMRGLIDSCNHYFC
FVCIMEWSKVESRCPLCKQRFSTISRKPKHGVFLTERIVNVPVRNQVWHPLGNQTNEISDPYAQVNCTECMSSSDEHLLL
LCDLCDSAAHTYCVGLGYTVPEGDWYCHECTVLRNEHLNRDDDTERQEFTGSGTTPKVATSVCGSETVQELCSRNVNRSL
GRNSSCQDQVTSRVPDRGITLRTATTDRGITLGRNSSCRDEMTSHVRDRDITTTDSSVRTLSHCRNVHNRIKVMRRNWDA
FRNGSISFSSKLSDKHGEKIKKQDNRAVDKSSKAQSSSSTNCTQNTTKDNVSGDKMNDKGPYDIDRAWKMLDIAQSVQRA
RGHTRNSRLQSKRDVPKEGKYTSSTVSLPESKLFQPKDMRVVTQEKKFNYRPVDIAQQKNMPLTFEERRPSGTHPSQSCE
LPLVKQAHTVDQIDIYNENSSDANRTLTNINKGIGSMQPVFQNDSSSKVSDVNYIRPESSASSCSKEELSKKSGMEKSYA
KIMVRTDNGAKCEVQSLVKLNLKLLCRDKKLGVDGFKEVARLATHTILAACGFEHKESSVRPYPDSTCQHNGQIKQLHMS
NLMPSSCRECFYAFVKDVVSSIMAEGAVLVMEETDSNLEEFSSPNKRQKTETQSPPFSSSKGKEKIEETEVEIEEPMNDS
VESKVCGICFSEDDGKAMRGLIDSCNHYFCFVCIMEWSKVESRCPLCKQRFSTISRKPKHGVFLTERIVNVPVRNQVWHP
LGNQTNEISDPYAQVNCTECMSSSDEHLLLLCDLCDSAAHTYCVGLGYTVPEGDWYCHECTVLRNEHLNRDDDTERQEFT
GSGTTPKVATSVCGSETVQELCSRNVNRSLGRNSSCQDQVTSRVPDRGITLRTATTDRGITLGRNSSCRDEMTSHVRDRD
ITTTDSSVRTLSHCRNVHNRIKVMRRNWDAFRNGSISFSSKLSDKHGEKIKKQDNRAVDKSSKAQSSSSTNCTQNTTKDN
VSGDKMNDKGPYDIDRAWKMLDIAQSVQRARGHTRNSRLQSKRDVPKEGKYTSSTVSLPESKLFQPKDMRVVTQEKKFNY
RPVDIAQQKNMPLTFEERRPSGTHPSQSCELPLVKQAHTVDQIDIYNENSSDANRTLTNINKGIGSMQPVFQNDSSSKVS
DVNYIRPESSASSCSKEELSKKSGMEKSYAKIMVRTDNGAKCEVQSLVKLNLKLLCRDKKLGMYHLSEWIFCISHIFIFY
LFSNL                                                                           
>Acoe_003_00448                                                                 



MQEKPKNISVNIVVEFVHTVLCDVQAFNESFMDEEVDPILVPAAPSYVEALKTKQYDKENSKEESCSVCYQEFLMAEDVT
LMPCSHIFHNNCIGRWLEMTNTCPMCRFTMPTFV                                              
>Acoe_003_00673                                                                 
MNEVSGDRAYEAEPGRYALSGKIMLSAIIILFTVVILIIGLHIYARWFLARSHRRQQFLRNRRRSNRAHIIFTTTTNITT
PSTAISHGLNPSVLKSLPTFIFTSKSNTQKEEEEQVLECAVCLSEFEENEMGRLLPKCNHSFHIGCIDMWFHSHSTCPLC
RSPVEPINDSNNKIEIIIDSGDSSQQQYQEQPNNLETSSSGVLCSSCEKGSSSSSSSSSTSNENISVGSRRKVGMGVSIE
VPRRNENLKSLEEEIQSSPRTPTFKSPGGRILSFRRMLSRERRPSTPTSTCSFPDLERGGEIEEQQIVHQPPNHQQQQQQ
QSSLGGSA                                                                        
>Acoe_003_00739                                                                 
MDCDSIMEDQDGKVRSMLPTNSVGVGGVSLSVCSICLEGVLENKGRSIAKLHCNHEFHLDCIGSAFNVKGVMQCPNCRKI
EKGQWLFSTGTRSCPDFSVEDWAHDEDLYDPSYSEIPLGLQWCPYSGLNRLSSSFEEGEPPSTAYHELMGHHAIFAEHTA
TPSSGHSCPYVAYFQLQPSSSSSNESNSEGAGFGHPWSGLSGPSEISTSHAFATVDLHYHSWDHHPSSFTSGTEPASVPP
AALRSIRSDSDGMARSGSYVHPFLFSHGSGPRTGSSFISSMVPPVPSSISRTHERVQQGLHAYHQVPPNSTGMRSPIYPS
VRRSGAPRGMPPVGPVASSSDSGFVVFPPAGSSGRTHQEADNPLRNRFYAWERDRFAPFPLIPVDRESSWWGPFHQPTSG
SDSNNRSSNHWHRHGSERTASQNRAESSSYQPVNPSGRLHPFIMDCDSIMEDQDGKVRSMLPTNSVGVGGVSLSVCSICL
EGVLENKGRSIAKLHCNHEFHLDCIGSAFNVKGVMQCPNCRKIEKGQWLFSTGTRSCPDFSVEDWAHDEDLYDPSYSEIP
LGLQWCPYSGLNRLSSSFEEGEPPSTAYHELMGHHAIFAEHTATPSSGHSCPYVAYFQLQPSSSSSNESNSEGAGFGHPW
SGLSGPTLRSIRSDSDGMARSGSYVHPFLFSHGSGPRTGSSFISSMVPPVPSSISRTHERVQQGLHAYHQVPPNSTGMRS
PIYPSVRRSGAPRGMPPVGPVASSSDSGFVVFPPAGSSGRTHQEADNPLRNRFYAWERDRFAPFPLIPVDRESSWWGPFH
QPTSGSDSNNRSSNHWHRHGSERTASQNRAESSSYQPVNPSGRLHPFIMDCDSIMEDQDGKVRSMLPTNSVGVGGVSLSV
CSICLEGVLENKGRSIAKLHCNHEFHLDCIGSAFNVKGVMQCPNCRKIEKGQWLFSTGTRSCPDFSVEDWAHDEDLYDPS
YSEIPLGLQWCPYSGLNRLSSSFEEGEPPSTAYHELMGHHAIFAEHTATPSSGHSCPYVAYFQLQPSSSSSNESNSEGAG
FGHPWSGLSGPSEISTSHAFATVDLHYHSWDHHPSSFTSGTEPASVPPAALRSIRSDSDGLVQEQEVLSSHQWFHLFQAA
SPGLMNASNRVFMRTIKYHPIQLACAHPYIPVSGDLVLQGACHL                                    
>Acoe_003_00890                                                                 
MAMEVSVSENERQEDIGKLEYGCEHYKRRCKIRAPCCNKVFTCRHCHNAVMSMLDNPKEQHEIVRTEVKQVICSVCDAEQ
QVTQKCTNCGVNMGEYFCGVCKFYDDDISKGQFHCNGCGICRVGGRENFFHCQKCGSCYATSLIDNHICLENSMQNNCPV
CYEYLFDSLRQTSVMKCGHTMHMDCFAEMTEHNKYTCPMCSKSMHDMSSVWQRMDEEIEATVMPEEYRDTKIWILCNDCN
TESEVRFHIIGLKCSQCQSYNTRKVASPESPQ                                                
>Acoe_004_00281                                                                 
MGLSPILPNDNVIGIIIINTVIAINIFKGFIQRILNIFGIHLSSLESESMLYCNYVAPKTMMDEFREQVPPIRFGSVFNC
KNFERDCLVCLTRFHRYSMINHLHCGHVFHIVCLEKWLDQSNFTCPLCRTCLKPKNDPPKQQRRRIC             
>Acoe_004_00514                                                                 
MLLCFCLSIQLHMDSESHDSFQESSTTLEISPDNDAVHHFDQTGAHCVVCWKIFLPDNEVNGIELPDVCRDCKVAYLANI
DTTIPESHYRRTSRGRRARNSSSESIDDLFSQQFSHLINLVRRNQLSSPITASDQEARLVDGDTSARVLQPTSSHTTPSG
SRRWWRSVSDNESESFDNLDSVFGESESIVSFGGYGAFHGDGDTVSHSAYGGESEISVDVHSFLDRELFIEPDGASDVDT
DTDIDPMHAGLDQWHLDDQDEEDEDWGESNVEENTARNVEAGRWIEHVLSRSQNENNGHSNWLRELQSSDNRGAIHWRVR
ESRRSHNPNMEESRVPSYVGNSGDYLDAMGFEQLLEQLAEADSSRRGAPPTAASFVDTLPCVLIDEEHTKHGDLVCAVCK
DLLSIGTAANQLPCMHLYHPSCILPWLNARNSCPLCRYELPTDDKDYEERKRISGIRTNIPEIPQSESSGNSSDDLSDGD
IDEECEMTDEGAEHRELVNVNCATDSSGRERTRGGWLLLVATPIVSLVGIVLVFWSRNPLVGRVGPRGQCGLYGQHQQQV
QIPLRNPRDGQGTNRNRRWWSFF                                                         
>Acoe_004_00707                                                                 
MSSNPQIHESIHVNNQSLPVIITLVLLIFLFLGFLSIYFCRCIMEYMSNASGVLLRRNSTANATRRTSSPQGLDPTILLS
FPTFEYSKVKDLREEKYGLECAVCLSEFTDDDSLRLIPVCNHAFHPECIDLWLGSHTTCPVCRRDLGTLWEKSPEKSSPE
VSILIPDDVERDDEDESRTIIAQRDVTFKVEEGETSCRNDQQGGLSAPTAEGHETANRFSRSHSTGHSIIKEYDRYTLRL
PENVKERLIRGRNWTGSCTTFGEYSGNVTVEKSALGELSGNLRGVHIKA                               
>Acoe_004_00816                                                                 
MEIETAPINNQISDLSIQDQVSEGELKEIDASKVSVSSCEVFYGNEGVCAICLDTIPLQETALVKDCEHAYCVTCILRWA
TYHQNPSCPQCKHPFQFLDVHRSLDGRIHDYMFEESVCLLLRATWFMPLNVEAREEVYDDLEDFYQYDDDDDLDEVYLNR
STSVRIGNRRWGDNGYVRAGRVEARPVNRDPALDAGSSRGPKKKEGVKDATGRRAKRAMKREAADKAAAAKHQSHLQRLG
RT                                                                              
>Acoe_005_00074                                                                 
MGEAGFVVKVLKQSLFAGFTCIFALGGAFVGAITGAITGQTTETGFVRGAGIGTLAGAILAIELSESLLNGDSLSKIDII
GSLVNGKIFLEWVSPAMLKAYQWQTSAFETSYREISDIFDIDGTKGLSSNYINKLPQFKFSTTKNMDQFGENICSICLQD
FSEDDSARRLPRCKHLFHLNCIDEWLVIQGSCPICREDVLCMGEAGFVVKVLKQSLFAGFTCIFALGGAFVGAITGAITG
QTTETGFVRGAGIGTLAGAILAIELSESLLNGDSLSKIDIIGSLVNGKIFLEWTSAFETSYREISDIFDIDGTKGLSSNY
INKLPQFKFSTTKNMDQFGENICSICLQDFSEDDSARRLPRCKHLFHLNCIDEWLVIQGSCPICREDVLCMGEAGFVVKV
LKQSLFAGFTCIFALGGAFVGAITGAITGQTTETGFVRGAGIGTLAGAILAIELSESLLNGDSLSKIDIIGSLVNGKIFL
EWVSPAMLKAYQWQDFSEDDSARRLPRCKHLFHLNCIDEWLVIQGSCPICREDVLC                        
>Acoe_005_00102                                                                 
MGVDDDESIRFRYNNLNSRIMITAIICLLFVVVVVVALHLYARYVLKREVRRRESLRQLGIGTTAGAQVHTNEQSRTGLD
AAVIATLPIFVYKGADHIECAVCLSNLEEKEMVRLLPNCKHTFHSHCIDTWLRAHSTCPICRTEAEPRAQPHQSIELDAL



VQATAPPVDSMNSTMPCSEVGTTSDGIGQSSKIASDGVGQSSKMGSTSRLSSFRRMLSREKSDKRLQTNDQTDCVGDLER
Q                                                                               
>Acoe_005_00192                                                                 
MGRPKGDPARNKNRPSSSSLAASVLPTGVATVGFGGYIGSSRLDLTEEAVAATPFVDVDGEVAQHLKRLGRKDPITKIKA
LASLSELFKQKNKEDIVQIIPQWAFEYKRLVQDYNREVRRATHDTMTNLVITVGRGLAPYLKSLMGPWWLSQLDPVSEVS
QAARRSLQEAFPVQEKRLDALILCTNEIFTYLEENLKLTPETISSDKAAPLDELEEIHFCVISTSLLALATLVDILFGRQ
LQRLGFDKVTYEPKNASKAREIVSSSAEKIFSTHKYLLDFLKSKSPAVRSATYSALGSLIKYIPHLFNEENMKTLSASIL
GAFQEKDPSCHPSMWDTILLFCKRFPDSWGLNNIQKTVMNRFWHFLRNGCYGSQPVSYPILIVFLDNIPPKAIEGEQFFL
TFFKNLWQGRNPSYSSAVDRLAFFKALKECLLWAIHNASRYSKGIDDVHHFQISLVDSILVNLLWHDYLLIADLKNQGGV
SSGKSCSSLEEISPHSPERRIEKLGAKYSLDYMQDLGICIIDVLSVISLKECGLLATFSRAFQEKCLEIIQQAELERPSE
HVVQIENFLILLDKHAVQKGETWPLEFLAVPMMTKAFSSIRSLDSPDAVKLLSVTISIFGPRKIVSPLSVWNKSTANHES
DEVDDGSLSDPFLCVFKEVFIPWCLRESNPSTSARLDLLLALLDDELFAEQWSSIVRYATRLNENHDHKIESSDFNHISV
LAMLMEKVRELVRGKMRVGSNLHSLELWHHELLDLTAVSLARLSPPYQMSSTRFLRAVLGGSAEDDQISFVSRDSMILIF
RELLNKFVHLLNGSTFTWAKDASSLILGTGWKDVMVKYESQANILELAEFSLEVLEGSVYCLKKFEDEPELVPCISAAIF
IIDWESRMSSHIAVNTSSKMYENIQVELLKQNPFSKSIHTFLYGKSAQFWKHLSIQSVRRLEAILIQTIRSAVFETGTYG
SDKAPSLCCQLMLEVLESFDCDSCEEQILLDKLLDESEVWPLWVEPSLNDDSRSATLKFETLTTDAQISRHNSFVAFISE
LISKLGVGRVIAGSISQTSLSSSVEAPHQLVPSQSRAWLAVEVLCTWKWRAGSVLDSFLPLISEFARREDSSSKNLLDSI
VNILLDGALVHGISDELCFLKVWFTSDDEVESIQNPFLRALVSFLLTLVVRDNIWGKRKSAVLFNQLVDKLFEGMMVNRN
CLRILPYIMNVLALPLRHKDRVPDKGFKDAPLDSFNENQMSAIMNDWLQRALLLPPITSWLPGKDFEEWIHVIISCYPLD
PKGGVEALNVASQSHISDSERILLVDLYRKQQTDENNLLTVNKSPSVLTTLSKLTSISIGYCWKEFSEDDWEFVLSLIRE
CIDSAVVVIEEIAENVDEIIMESTDNLEMVIHKLDEVVHASDQSLMDIASSGLFTFSLITGLLDGPNEEESEIPRLSFLK
TEKWLNLKDQIFEIVLRLFFATGATEAIASSSCREASSIVASSRLLHPHFWELVASTVVNAPPHVRNSAVQSMGLWQLSK
GPIGSLYAILFSPIPNSALQFAAYVTLSTDPISQLSVTKEDTAGCLAEEDTLEQEIDQSRLESSSDETMHLREEISCLIK
NSPSKHLEMDLVAQDQCLYAQVNVFISWALLLSHLQSLPSTSPAKQRLIQCIQDSANSKILDCLFEHIPLKAGITHGLKR
KDVELPAEVSQAASAATRAITTGSLLFSVESLYLVGREAMASLAGAIYGLMLHSLPAYVRDWFTSLRDRSTSAAIESFTK
TWCSPPLLADELSQIKRASLADENFSVSVSKSVFEVVATYKKEETGMDLVISLPLSYPLRPVDVVCTRSLGIAEQKQRKW
FLSMIAFVRSQNGALAEAIRRWKNNFDKEFEGVEECPICYSIVHTSNNSLPRLACRTCKHKFHSACLYKWFSTSHKSTCP
LCQSPFMGRPKGDPARNKNRPSSSSLAASVLPTGVATVGFGGYIGSSRLDLTEEAVAATPFVDVDGEVAQHLKRLGRKDP
ITKIKALASLSELFKQKNKEDIVQIIPQWAFEYKRLVQDYNREVRRATHDTMTNLVITVGRGLAPYLKSLMGPWWLSQLD
PVSEVSQAARRSLQEAFPVQEKRLDALILCTNEIFTYLEENLKLTPETISSDKAAPLDELEEIHFCVISTSLLALATLVD
ILFGRQLQRLGFDKVTYEPKNASKAREIVSSSAEKIFSTHKYLLDFLKSKSPAVRSATYSALGSLIKYIPHLFNEENMKT
LSASILGAFQEKDPSCHPSMWDTILLFCKRFPDSWGLNNIQKTVMNRFWHFLRNGCYGSQPVSYPILIVFLDNIPPKAIE
GEQFFLTFFKNLWQGRNPSYSSAVDRLAFFKALKECLLWAIHNASRYSKGIDDVHHFQISLVDSILVNLLWHDYLLIADL
KNQGGVSSGKSCSSLEEISPHSPERRIEKLGAKYSLDYMQDLGICIIDVLSVISLKECGLLATFSRAFQEKCLEIIQQAE
LERPSEHVVQIENFLILLDKHAVQKGETWPLEFLAVPMMTKAFSSIRSLDSPDAVKLLSVTISIFGPRKIVSPLSVWNKS
TANHESDEVDDGSLSDPFLCVFKEVFIPWCLRESNPSTSARLDLLLALLDDELFAEQWSSIVRYATRLNENHDHKIESSD
FNHISVLAMLMEKVRELVRGKMRVGSNLHSLELWHHELLDLTAVSLARLSPPYQMSSTRFLRAVLGGSAEDDQISFVSRD
SMILIFRELLNKFVHLLNGSTFTWAKDASSLILGTGWKDVMVKYESQANILELAEFSLEVLEGSVYCLKKFEDEPELVPC
ISAAIFIIDWESRMSSHIAVNTSSKMYENIQVELLKQNPFSKSIHTFLYGKSAQFWKHLSIQSVRRLEAILIQTIRSAVF
ETGTYGSDKAPSLCCQLMLEVLESFDCDSCEEQILLDKLLDESEVWPLWVEPSLNDDSRSATLKFETLTTDAQISRHNSF
VAFISELISKLGVGRVIAGSISQTSLSSSVEAPHQLVPSQSRAWLAVEVLCTWKWRAGSVLDSFLPLISEFARREDSSSK
NLLDSIVNILLDGALVHGISDELCFLKVWFTSDDEVESIQNPFLRALVSFLLTLVVRDNIWGKRKSAVLFNQLVDKLFEG
MMVNRNCLRILPYIMNVLALPLRHKDRVPDKGFKDAPLDSFNENQMSAIMNDWLQRALLLPPITSWLPGKDFEEWIHVII
SCYPLDPKGGVEALNVASQSHISDSERILLVDLYRKQQTDENNLLTVNKSPSVLTTLSKLTSISIGYCWKEFSEDDWEFV
LSLIRECIDSAVVVIEEIAENVDEIIMESTDNLEMVIHKLDEVVHASDQSLMDIASSGLFTFSLITGLLDGPNEEESEIP
RLSFLKTEKWLNLKDQIFEIVLRLFFATGATEAIASSSCREASSIVASSRLLHPHFWELVASTVVNAPPHVRNSAVQSMG
LWQLSKGPIGSLYAILFSPIPNSALQFAAYVTLSTDPISQLSVTKEDTAGCLAEEDTLEQEIDQSRLESSSDETMHLREE
ISCLIKNSPSKHLEMDLVAQDQVNVFISWALLLSHLQSLPSTSPAKQRLIQCIQDSANSKILDCLFEHIPLKAGITHGLK
RKDVELPAEVSQAASAATRAITTGSLLFSVESLYLVGREAMASLAGAIYGLMLHSLPAYVRDWFTSLRDRSTSAAIESFT
KTWCSPPLLADELSQIKRASLADENFSVSVSKSVFEVVATYKKEETGMDLVISLPLSYPLRPVDVVCTRSLGIAEQKQRK
WFLSMIAFVRSQNGALAEAIRRWKNNFDKEFEGVEECPICYSIVHTSNNSLPRLACRTCKHKFHSACLYKWFSTSHKSTC
PLCQSPF                                                                         
>Acoe_005_00277                                                                 
MNTRYFPSESMYGSTDIPTLSFSSNFGGDRLAAGVQNGSTRRQHSSFLVRTTMRISRARWFSFLRRVYHYQNSSRSHLGS
NPFNYGSWIALEFLVLVFQINIISFTLSISKEEKPVWPVKIWILGYDLGCLLSLPLLYWRYWHAQGNAFRLPNVQQERVN
EESRSSHYMNKSRTVLELFFAIWFVMGNVWVFDTRFGSFNQAPKLHVLCISLLAWNAISYSFPFLLFLLFCCFVPLISKL
LGYNMNMGSFDRGATDDQISRLPSWRYKEVEEVGDEADSSSDVENETSECCICLARYRDKDEMRQLPCSHMFHLKCVDQW
LRIISCCPLCKQEIEK                                                                
>Acoe_005_00319                                                                 
MVGASKLRRAARKIRLPCGSFSSRQVNDDPIIIYSNISSSNASAEPLKFKDDPEATTTSTKSLCAICLEPLSYKTGSSPG
QAIFTAQCSHAFHFSCISSNVRHGSVTCPICRAYWTQLPRDLNPPSIIPCNQTDPILRILDDSIATFRVHRRSSLRSARY
DDDDPIEPDHTPNQNRLQFTLVPVPLAQPSFPPCVHPSYHPYGLSALQHLTSSSSLTPHNESLNGQKQYVCTNGAYLSVK



LAQQQATDLVLVASPNGPHLRLLKQSMALVVFSLRSIDRLAIVTYSSTATRAFPLRRMTCHGKRTALQVIDRLFYMGDAD
PGPGLKKGIKILEDRAHQNPQSSILHLSDNPTRSYEIPAPIHQFHVGYGYGTSSGFIMHEFEEFLARLLGGVIRDTHLRI
GEDGEVIKLGELRGGEERRIPLYLNESEFVSVTYSYIECGGDECLRTGEIEVSNDDKGRRDCGGEAGERDISIVGRTSNV
ENWDYHDPYMARRWAKHLHGYRL                                                         
>Acoe_005_00475                                                                 
MASFGSPRTWVPYDNIKDCSQGFCSIYCPQWCYIIFPPPPPLAFSEDDSKANFSPLVIAIIGILASAFLLVSYYTVISKY
CGNRDSSRRNANHDASEEIGENQNQSNNELLQVSTTGLDEALIKLIAVCIYKKGDGLVEGADCSVCLSEFQEDESLRLLP
KCSHAFHLTCIDTWLKSHSNCPLCRANVVISNHSPVQVLTTVPESSSDNGSSTESEQDNHTVVVRVEDTERRTEETSLPN
EPVPKIHSRAASDVGGSNNRDIIIEIKDEGVQPIRRSLSMDSSTHDRVSVADILSTSEEDDSDIDINQYQAGAQSSSKYR
VGEHSKSKYRTRVLHCVSSPTPMKRSVSSGRFSFTRQGRGRM                                      
>Acoe_005_00482                                                                 
MLNEILLIILGGFGLTMFLLYIVIFWLYEWIKECIDPTPLANVELVQGRVKLEILGRLEDFLLLSQSHEDLSFSTSDYAI
CLHEIERGQLLLVVPSCHHVYHKDCIRPVMMQRSTCPLCRRKISLEDGAGKNENEVDSAF                    
>Acoe_005_00487                                                                 
MYVLLLVVGLTIGGGVLICVIASLREMMQANDVLVFQANREREQGQAILDRIQDFVFHSQTPEDLPFGSEDCPICLDAWE
EGQRILVIPSCHHMYHLDCIRPLILQRSRCPVCRRQISLEDGAVADENERDCNV                          
>Acoe_005_00488                                                                 
MVQGQVNSEILDGMEDFTFESRIPEDSFGTGDCAICLNAFEHGQRLLVIPSCRHVYHTDCIRPVMLRRSTCPMCRRQISL
EDPAGRNENESDSVV                                                                 
>Acoe_005_00518                                                                 
MRNGRKGKQEQHTVVAVVVVNPPEDNNQNQTHEPPLPDSSLPSSSSSSQQCPRTSRNRRKSKRGSKTRHDNVVIKTTSQS
NEVSEFDSDFNNVNVSNEEVNDDVDVVSRLKQLSLIEKEIELSEELLRINDQLQEDELMAMEAIYGDNITLLERAGERRA
FQIYIHIETPDEIAISAKLRLYNRNVKFGENLTSSTAIPDHSNEYTYTFKVQHLPPVVLTCLFPKSYPSHQPPHFTMSIQ
WLDSLRISNLCCMLDSLWANQLGQEVIYQWVDWLQSSSFPYLGIDKEIILGPYNMPDTGDKRAVSGSVSPDVDIPSIINY
NDEKCHEVFRESLHVCCICFSEYAGTEFVRLPCKHFFCWKCMETYSSIHVKEGTVNKLLCPDAKCGGLVPPGLLKRLLGN
EEFERWESLLLQKTLDSMSDVVYCPRCETGCLEDGDHHAQCSKCCFSFCSLCRQPRHVGIACMTPEMKLQLLKERQGSSQ
LNDTQRRRERELINELLSVKEILRDAKQCPSCKIAISRSEGCNKMVCQNCGQYFCYKCNMAIEGYEHFREDGCALFPREA
IQQWEERMNERQMVGQIQAELFADHGHLCPMCKQMNAKVGNNNHIFCWACQTHYCYLCRKKVRRSAEHFGANRCKQHTAG
>Acoe_005_00521                                                                 
MASCPISPYPGSPLCSFPWSAPSCLLGPCISYQKVWCTDLPPGSLRHSPLPFVSLREFLPPIHLTLLLHSLLGPESDALV
PVPDSFGFKGSLTPQQKQKIKSTILILCKSTMKKGTGTEVRREQDHQQPLNKSKQQEKQPSCSSNDGVVSELKSNTSDPK
QVFHFHEDVKDVSRLLEELSLVGEEVELSEEQLIINNQLQEDEIMAMEAIYGDNTTILTREGSRRSFQIHVPVETPDELT
ISAKLLVLSDVNNKLEEKSTNTIASTDLSNEFSYTFEVQHLPPVVLKCLLPKSYPSHQPPYFTLSVQWLDSLRISELCRM
LDSLWEDQPNQEVIHQWVEWLHSSSLSYLGIEKDIILGPYNMPNTGDRRAVSGNISPDIDIPSLMNYNDEKCHEVFRVNL
HECCICFSEYTGTEFIELPCKHFFCRKCMETFSSIQVKEGTVNQLLCPDCGGMVPPGILKRLLGNEEFERWESLLLQRTL
ESMSDIVYCPRCESACLEDGDHHAQCAKCFFSFCSLCRQRRHVGLACPPPELTLEILMERQASSQLNEDQKRRELDIINE
IISIKMVLLDSKRCPSCKTGIFKTAGCNKMKCKCGQLFCYQCGETIKGYDHFRERCNLFPREAIRRREVAEPHPVGDIVV
VDHTCPICSQMNVKVTIDNHMFCRTCQNNYCYVCRKSVRNGYQHFGPRGCQRYTDE                        
>Acoe_005_00526                                                                 
MKKGKQGRRAQDNLLSSININGKQQQQNQPPFSSQQNTHSSPRNPQKSKVNVSIPPKPDVGSSYSNTQIEEKVEEKGKSI
NTINPKQEFHFHEVVKDVVDVSRLLEELSLVDEEFQLSEEQLNINDQLQEYEIMAMEAIYGDNVTILRREGSQRSFQIHI
PFETPDELTISAKLCVSNVNVVLEEKSTSTTATADLSNEISYSFEVQHLPPVVLTCLLPKSYPSHQPPYFTISIQWLDSL
RISKLCRMLDSLWASQPNQEVIHQWAEWLHSSSLPYLEIDKDIILGPYNLPVTGDRRAVSGSVSPEIDIPLLMKYNDEKC
YEVFRENLHECCICYSEYTGTEFIRLPCKHFFCRKCMETYSSIHVKERTVHQLLCPDCRGMVPPDILKLLLGNEEFERWE
SLLLQKTLESMSDIIYCPRCESICLEDGDHHAQCPQCFFSFCSICRLRRHVGIGCVPPGLTLEILMERQSSSQLSEDQKR
RELDKINEIISINMILLDSRQCPFCKTAVFRTAGCNKIICKCGKFFCYQCGEAITDSGHFRRGCRLFPREAIYTREQERQ
PVGAIEIEHPCPICRQTNVKDTNDNHILCQTCQNHYCYLCHRSVRDSFQHFGPSGCQRFTIG                  
>Acoe_005_00590                                                                 
MEGGSGHGEVGSSSTTTTTTTTTSASSPAEGRRFPLAAQPEVMRAAEKDDQYASYVSEACRDAFRHLFGTRVAVAHQSET
KLLGQMLYYVITTGSGQQTLGEEYCDITQVAGTYGLPPTPARRALFIVYQTAVPYIAERISSRVAARGIMLSDSHSSEIY
GDDTDGENQVQSLVSTGRLSSPPSSGSFSILPYAREMLQLALRTNLMFFYFEGLYYHISKRAAGIRYMFIGKPLNQRPRY
QLLGVFLLIQLCIITAEGLRRSNLSSIASSVHQSSLGSHQASGARGLPILNEEGNLITTNTSLDRGNWASDQTSTRSWWY
QQMYTLLSTRQHPTATTCGHVFCWNCIMEWCNEKPECPLCRTPVTHSSLICIYHSDF                       
>Acoe_006_00195                                                                 
MVATHPDYPYQRYLSGETLDNDLKTLESMIDLFTKIGIALASSFCLAVVFFILSFLWECVLQPNRRLPNLNRIYIPNIAI
HNNQGTLHSEELQEIPMFNFDTSLNPTSRRTQFQTNDCSICLGEFLNGEEIRMLASCAHLFHRECIDQWLLSRSTTCPIC
RENVII                                                                          
>Acoe_006_00216                                                                 
MGETLTQVHCRIANLAMQRCSGVKNVPDCQNNLYGWAGWFLDVVIGNSQGIWAHAVFVSKEAGETLKKFAQGEQGECCIT
PSSEEAAWTVLVISFISLLVIISVLATFFFTRNRRVHRQGTYHHCPSIDKRIVDVFPSITFSSTCRGGRCIGETCAICLE
DYKDGENLRVLPCHHEFHVSCVDSWLTKWGTFCPVCKHEMSIVTVQ                                  
>Acoe_006_00365                                                                 



MAAEVADFHISLNLFEEESEVENLESISYWPYEFEHEEIYSSESDPDPDPFSPRFTDTEQQFDDEQQRSCFGSVSDSVTE
LNHFIRQDHHRHEVNLVSDLFDRCIENENPPNPNPNSISNSNTNSVVDNDINDDPFDEDPFFRVVDENNQVGRSNFLNLG
FENHDGDENGGGFMIDDDDDDECSVDVDFFVGRRRSSRRIFVSDSDEDVNDGIIGVDFRSGEEDGLGEVQDDLGNPLCWD
CLRIEDPGETNGNDLYEWEEVEDRVDDRDVLNMMMDFEERSVSASIDVEEVIERREETMRNLEWEVLLQANILDRNGELE
HDLDHDDYIYPAEYDMLFGQFAENENTIHGSPPTAKSVVENLPSIVLTLNDIENKGGLCAVCKDEISTEEQAKVLPCSHY
YHGDCILPWLNIRNTCPVCRFELPTDDPDYEQRRTQRSGHASSGVSQVRYDFQMFPED                      
>Acoe_007_00050                                                                 
MTHQLVWRLRGNADLVILCNYNYDSLEEYHHCIRRDVEADIDETDEESDDELMEIDDHQPVLISASGASIGALERTKYKT
EDWKEVMSCSVCCEEFMTGEEITKMPCFSAHIFHMDCIQDWLKVSHTCPLCRYPMPTE                      
>Acoe_007_00109                                                                 
MIPVNSPENQVDWGPSLSPSTIPIDFSPPLIAMVVVVATAFFIVTYFRLISRHLLPPIFLLFQKWRHRWFQWRHHSPSTT
GDIESNFSNSNFMLDSSVTSTGYHYFSSYNGLEEDVIKTIPLSIYKNKKKSRCDCAVCLLEFEENDYVRTLPVCSHAFHV
DCIDIWLTSHANCPLCRAGIFHPESPFIPLMAARIRPSLDGIVENILNEIESDSQLVTEIGNEDHSSIRTTEIDGSGRDF
LLKRSYSFGFERSLGTDRIVLEAATATPWRYRRGNFWNSSSKRPSPFNSIGKSRVFSFRYYRGMNMNMKSPFFRRRSSGL
FPLSESNVRFNGGGSSRRSKSMTSPMFMRSSGMGTAAFNSSSRLRCGDLEALLSPERLNRREIGR               
>Acoe_007_00704                                                                 
MQQQRGTVGSFTETSEVGQQRTVGSFTETHELLHGTSLNNTGGGQQHLCNIPNQAENRVLSHHPSELEGRRYGLTDHPSH
GSINLSLSSNQTANDSSNSQSTQFGRIPLDLNAVYAGNSSDTDQVQESDVFPHQYKPGGSEANDISTAGGPGNPSGIAFG
SAGHVTVEGDGRPGCSSDGRRLPCKRKADDDVSGQLSQNGSPREQPAGGMVPARSVAYSSNAPFLTENSVAFNQQLPFSS
QYEVGGRVAPSTIQPVVGAAGFPGDTQRSSRLRSVHGHLQDPQLRVIGRGRNGPSILSPTHYHTRDVIHIPGGPRTVGPL
SEASSTTRYSNLASIMVRERPSVLPVELYPTNMPRAIQDLPMHNPTVHSTAVARHPTDLILTNANISLPGRPDSITEMGS
SSRAGLHTQMPPNLSSSQHTLRLEGIRRTLLLATDSDSDEETIGPVLSPAISQQGNPQLFQGPVFGSDLQDDDVPETHLL
SRALNAGRENRRRLLSEIRRVMALFRSGGYPNLQDLTLPHSLVFGLLDMHDGHRDMRLDVDNMSYEELLALEEHIGDVTT
GLSEETIMKYLHRVRYLSPRCDASEAEPCCICQEEIVEQEEIGMLDCGHDFHTACIKRWLMEKNLCPICKTTALEELPDV
MQQQRGTVGSFTETSEVGQQRTVGSFTETHELLHGTSLNNTGGGQQHLCNIPNQAENRVLSHHPSELEGRRYGLTDHPSH
GSINLSLSSNQTANDSSNSQSTQFGRIPLDLNAVYAGNSSDTDQVQESDVFPHQYKPGGSEANDISTAGGPGNPSGIAFG
SAGHVTVEGDGRPGCSSDGRRLPCKRKADDDVSGQLSQNGSPREQPAGGMVPARSVAYSSNAPFLTENSVAFNQQLPFSS
QYEVGGRVAPSTIQPVVGAAGFPGDTQRSSRLRSVHGHLQDPQLRVIGRGRNGPSILSPTHYHTRDVIHIPGGPRTVGPL
SEASSTTRYSNLASIMVRERPSVLPVELYPTNMPRAIQDLPMHNPTVHSTAVARHPTDLILTNANISLPGRPDSITEMGS
SSRAGLHTQMPPNLSSSQHTLRLEGIRRTLLLATDSDSDEETIGPVLSPAISQQGNPQLFQGPVFGSDLQDDDVPETHLL
SRALNAGRENRRRLLSEVRPYIKFS                                                       
>Acoe_007_00806                                                                 
MFFVSPVFAFLLLCLGMITVFTVYVFLLWCTSSSSSIHQENGSSDVKKPVKNGLSDSELKKLPCSVACREIKEKECVVCL
EDIEVGQLLRLLPDCHHGFHLECADAWLSKNSACPICRHKLYFPPEPDDAAEKKISPDDLV                   
>Acoe_007_00809                                                                 
MEFYAYHFADSSSSSSSKFSSWSFEVWRESFRQLTVKAVLGNFISAILGLFFAVVGMLVGVITGAIIGHEAKCGFLRGSA
VGAVSGVLLSIEVFETFRRLWMTDGQRLQCLLYLVDVLVSLVNGRLVRERVGPIMFNTVHSQTNDAIFEEVPDIFESGVC
KGLSGETVERIQKIEITSNNLADSWGQRISCTVCLQDFQLGERVRELPYCHHMFHLPCIDQWLIKHGFCPLCRRAL    
>Acoe_007_00934                                                                 
MSAPTRFLTGNNNSSSVVAPPPEPVALDSDFVVILAALLCALICVLGLVAVARCAWLRRYTSGAAQRSQQQVPANKGVKK
KVLRSLPKMEYNGEVNGKLVDCVICLTEFMEGEEIRILPQCGHGFHVGCIDTWLGSHSSCPSCRQILVVTRCKKCGGVPE
TSSSASTSAASCSSSRAHIEAQLIAREDLINRFLP                                             
>Acoe_008_00151                                                                 
MIMKEKLYNYIPLMIYNHDTIMRHGGLVSFVAGLLLLQLLPYNAAQPNNNDNSGGGGGGGRYPENINQNFKPSMTVTIIV
LAVACTFIAFFSFYIRRCSRDIHITGGSVRLTRTRPAPRGLDATIIETFPTFLYSVVKGLKIGKGVLECAVCLNEFEDDE
TLRLLPKCDHVFHPECIDAWLSSHTTCPVCRANLEEAVTEGTQVPAAEESSNEVADEEQNSVLPETSESPSHVLIQVNDG
LNRSDSKHDVINPTQAPFRFQNRPIRSKSTRKDIISGRFPRSHSTGHSIVQPGENYERFTLKLPEDVRKQIMNGKLNRTT
SCVTFPRQGSVSASWTTNRSGSVRSGSSSRGRNYQFGRFDRAGKSDRWGLPFFWRNKSGRSSKKGESSVTAKLDGMGQSS
SIRPPV                                                                          
>Acoe_008_00174                                                                 
MSYSYSDTPSCCSTASAELKLYQAFIFSIPIFFTFILVFLFYLFYLRRRRVNWSSMQMRALYQNHMPRLSESGLKKEVRE
MLPIIVFKESFSIKDTQCSVCLGDYQAEDRLQQIPVCGHTFHMDCIDHWLATHTTCPLCRLSLVPAAKSDSDPSHNQGET
QATETGNGIVPESNIEDGQYLQSTESARVAEQSTCHVSNDEMCDTRRADAQSELSVQDSVVLDIESHGYCDQVSTAVNP 
>Acoe_009_00047                                                                 
MDEEGNSRGRRFNPTTILQQFLSPPNNSSTPMNRFSFILSRASTTSRRIMREPSSLLQDTSSTVQSDDHQNDWAYSKPVI
VVDVLWNLAFVLVSLILLLSTLKERPSTPLRFWIAGYAIQCLLHVGFVYLEHRRRNLDGGAASGGENEQHLLYDETSQSR
GTSIAKRLESINTMVSFFWWVIGFYWIVVGGQALLQDAPRLYWLAVVFLAFDVFFAIFCVVLACVIAIALCCCLPCIIMM
LYAVVAREGASEGDISVLPRYKFRSRVSDMDWKQDAAVMEMESGDDSISEISLLPEDSECCICLTKYIDGVELVRLPCSH
HFHCGCISKWLRINAKCPLCKYNLHGDNDELVMDEEGNSRGRRFNPTTILQQFLSPPNNSSTPMNRFSFILSRASTTSRR
IMREPSSLLQDTSSTVQSDDHQNDWAYSKPVIVVDVLWNLAFVLVSLILLLSTLKERPSTPLRFWIAGYAIQCLLHVGFV
YLEHRRRNLDGGAASGGENEQHLLYDETSQSRGTRLESINTMVSFFWWVIGFYWIVVGGQALLQDAPRLYWLAVVFLAFD
VFFAIFCVVLACVIAIALCCCLPCIIMMLYAVVAREGASEGDISVLPRYKFRSRVSDMDWKQDAAVMEMESGDDSISEIS



LLPEDSECCICLTKYIDGVELVRLPCSHHFHCGCISKWLRINAKCPLCKYNLHGDNDELV                    
>Acoe_009_00137                                                                 
MSSATTTTTATNINNGGERQTYWCHECDMSFSLIITSPPLISCPHCHGDFLEEMDSPLFSPTTNTNPNPNFSSLPPPLHH
PPFPILSPPQTLTPIDDDDLDSFHQIPSTIRLSDAYLLDRLIQHLTDPDDDTPIGFHHHHGSSTPASKASVESIPTVKIT
SSLLNSDTILCAVCKDEFLIDVEAKQLPCNHIYHFDCILPWLSQHNSCPVCRFLLPTDNSEDGRRPSSGGGVGTRVAVRF
GNLMDEEEEEEDMFGVGSTLRHIVRRHRLVFPSRSTNLGSSSSPTQMAQAETSSAGPANSGETVSSRLIELESRLAGSIG
GSGRLDDDGDTVMSEVRGNLFD                                                          
>Acoe_009_00200                                                                 
MNRQVEYHYNNTGFPLESYIYLFEGPPYNYAELYAQQESTYRSMHTGSNKFEPSSSGNTSYFGYVHAHEEDDHAPESVEE
PEPSVMHGRANSNPTAPGSPEECIRSHSDASSSQVFWQDNIDVDNMTYEELLDLGEAVGTQSRGLSQELISSLPVSKYKS
GGFFSRKKSHGDQCVICQMEYKRRERQITLPCKHVYHAKCATRWLSINKACPVCYAEVFGKDTMH               
>Acoe_009_00397                                                                 
MKVPCCSVCQNRYNEEERVPLLLQCGHGFCKECLSKMFSASSDTSLSCPRCRHVSLIGNSVTALRKNYAVLSLIHSNASS
SSTTAAGGPNATAFGCDFTDDEDEDGSNNDDDDENDYFGGGGDRRRCRGGVGQSIASSSGCGGGGGTIIDLGSHHDLRLI
KQLGEDKRNGVEMWSGILSGANSSSGRCRHKVAVKRLTLGDDTDLVLIQSQLENLRRSSMWCRNVCTFHGATRMDGRLCL
IMDRYSGSVQSEMRQNEGRLTLEQILRYGADIARGVAELHAAGVVCMNIKPSNLLLDAGGRAVISDYGLPAIMKKPSCRK
AKLVPEDDSSTTHSCMDCTMLNPHYAAPEAWEPLKKTLFWDDAIGISTESDAWSFGCTLVEMCTGSIPWAGLSSEEIYRS
VIKARKLPPQYASVVGVGIPRELWKMIGECLQFKASKRPTFHAMLTIFLRHLQEIPRSPPASPDCDFAKISGTSAMEPSP
TSVLEVIQDNPNILHKLVSEGNLNGVRNVLAKAASGNCSSSIGALLEAQNADGQTALHLACRRGSTDLVEAILEYKEADV
DVLDKDGDPPIVFALAAGSPECVRALINRSVNVGSRLREGFGPSVAHVCAYHGQPDCMRELLLAGADPNAVDDEGESVLH
RAISKKYSECAIVILENGGCRSMGVLNAKNLTPLHMCIATWNVAVVTRWVEVASPEEIAEAINIPSPVGTALCMAAALKK
DHETDGRELVRILLSAGADPAAQDTQHFRTALHTAAVANDVDLVKIILDAGVDVNIRNVHNTIPLHVALARGAKLCVGLL
LSAGANCNLQDDEGDNAFHIAADAAKMIRENLQWIVIMLRYPNPAIEVRNHSGKTLRDFLEALPREWISEDLMESLMHKG
IQFSPTIYDVGDWVKFRRSVKTPTHGWQGARHKSVGFVQSVQDKDNLIVSFCSGEALVLAEEVIKVIPLDRGQHVQLKPD
VKEPRYGWRGQSRDSIGTVLCVDDDGILRVGFPGASRGWKADPAEMERVEEFKVGDWVRIRPSLTTAKHGLGAVTPGSIG
IVYCIRPDNSLLLELSYLPSPWHCEPEEVEPVVPFRIGDQVCVKRSVAEPRYAWGGETHHSVGRISEIENDGLLMIEIPN
RPVLWQADPSDMEKVDDFKVGDWVRVKASVSSPKYGWEDVTRNSIGIIHSLEEDGDMGVAFCFRNKPFSCSVTDMEKVPP
FEVGQEIHVTPSVAQPRLGWSNETRASIGKIARIDMDGTLNVLVPGRISLWKVSPGDAERLSGFEVGDWVRLKPSNGTRP
CYDWNGIGKESLAVVHSVQDTGYLELACCFRKGRIMTHYTDIEKVAALKTGQHVRFRAGLVEPRWGWRGTDYKSRGVITG
VHADGEVRVAFLGVPGLWKGDPADLEIEEMFEVGEWVRIREGTHGWKSLRPGSIGIVQGIGYEGDEWDGNILVGFCGEQE
RWTGPTSQLEKMDRFVVGQRVRVKMSVKQPRFGWSGHIHESVGTISSIDADGRLRIYTPVGSKAWMLDPAEVEKVEEEEL
RIGDWVRVKTSVQTPTHQWGEVSHTSIGVIHRIEDGELWVAFCFMERLWVCKSCEVERIRPFKVGDDVRIRGGLVTPRWG
WGMETHTSKGKVIGVDANGKLRIRFQWREGRSWVGDPADIVLDESSNGTIWMKVPCCSVCQNRYNEEERVPLLLQCGHGF
CKECLSKMFSASSDTSLSCPRCRHVSLIGNSVTALRKNYAVLSLIHSNASSSSTTAAGGPNATAFGCDFTDDEDEDGSNN
DDDDENDYFGGGGDRRRCRGGVGQSIASSSGCGGGGGTIIDLGSHHDLRLIKQLGEDKRNGVEMWSGILSGANSSSGRCR
HKVAVKRLTLGDDTDLVLIQSQLENLRRSSMWCRNVCTFHGATRMDGRLCLIMDRYSGSVQSEMRQNEGRLTLEQILRYG
ADIARGVAELHAAGVVCMNIKPSNLLLDAGGRAVISDYGLPAIMKKPSCRKAKLVPEDDSSTTHSCMDCTMLNPHYAAPE
AWEPLKKTLFWDDAIGISTESDAWSFGCTLVEMCTGSIPWAGLSSEEIYRSVIKARKLPPQYASVVGVGIPRELWKMIGE
CLQFKASKRPTFHAMLTIFLRHLQEIPRSPPASPDCDFAKISGTSAMEPSPTSVLEVIQDNPNILHKLVSEGNLNGVRNV
LAKAASGNCSSSIGALLEAQNADGQTALHLACRRGSTDLVEAILEYKEADVDVLDKDGDPPIVFALAAGSPECVRALINR
SVNVGSRLREGFGPSVAHVCAYHGQPDCMRELLLAGADPNAVDDEGESVLHRAISKKYSECAIVILENGGCRSMGVLNAK
NLTPLHMCIATWNVAVVTRWVEVASPEEIAEAINIPSPVGTALCMAAALKKDHETDGRELVRILLSAGADPAAQDTQHFR
TALHTAAVANDVDLVKIILDAGVDVNIRNVHNTIPLHVALARGAKLCVGLLLSAGANCNLQDDEGDNAFHIAADAAKMIR
ENLQWIVIMLRYPNPAIEVRNHREWISEDLMESLMHKGIQFSPTIYDVGDWVKFRRSVKTPTHGWQGARHKSVGFVQSVQ
DKDNLIVSFCSGEALVLAEEVIKVIPLDRGQHVQLKPDVKEPRYGWRGQSRDSIGTVLCVDDDGILRVGFPGASRGWKAD
PAEMERVEEFKVGDWVRIRPSLTTAKHGLGAVTPGSIGIVYCIRPDNSLLLELSYLPSPWHCEPEEVEPVVPFRIGDQVC
VKRSVAEPRYAWGGETHHSVGRISEIENDGLLMIEIPNRPVLWQADPSDMEKVDDFKVGDWVRVKASVSSPKYGWEDVTR
NSIGIIHSLEEDGDMGVAFCFRNKPFSCSVTDMEKVPPFEVGQEIHVTPSVAQPRLGWSNETRASIGKIARIDMDGTLNV
LVPGRISLWKVSPGDAERLSGFEVGDWVRLKPSNGTRPCYDWNGIGKESLAVVHSVQDTGYLELACCFRKGRIMTHYTDI
EKVAALKTGQHVRFRAGLVEPRWGWRGTDYKSRGVITGVHADGEVRVAFLGVPGLWKGDPADLEIEEMFEVGEWVRIREG
THGWKSLRPGSIGIVQGIGYEGDEWDGNILVGFCGEQERWTGPTSQLEKMDRFVVGQRVRVKMSVKQPRFGWSGHIHESV
GTISSIDADGRLRIYTPVGSKAWMLDPAEVEKVEEEELRIGDWVRVKTSVQTPTHQWGEVSHTSIGVIHRIEDGELWVAF
CFMERLWVCKSCEVERIRPFKVGDDVRIRGGLVTPRWGWGMETHTSKGKVIGVDANGKLRIRFQWREGRSWVGDPADIVL
DESSNGTIW                                                                       
>Acoe_009_00633                                                                 
MEVSGMDETMKSENHLTSAAAFVEGGIQDACDDACSICLEAFCDSEPSTVTSCKHEFHLQCILEWCQRSSQCPMCWQPIS
LKDPTSQELLEAVEHERKLRFNPPRNATIFHHPAFGEFELQHLPVGANDSELEERIIQHLAAAAMGRSHHMARREGQRSR
STAHGRPQFLVFSTNPNASSTGPASSLPDQGGGDNGPASSNTATSVSSPMSSVGEEPSQGIPQLLPAQTEQSPTSASGSR
ILTSNQSRITNNSRNSAGQSSPVNQDRAGPSELQSLSESLKSRLSAVSTKYKESITKSTRGWKERLFSRNTSMSDLSSEV
KREVNAGIASVSRLMERLDTRENSRVTGSSVSDDLVDSVAEPGVERIPETHGSHPINTSNTSPSCPASSGQNMEVSGMDE
TMKSENHLTSAAAFVEGGIQDACDDACSICLEAFCDSEPSTVTSCKHEFHLQCILEWCQRSSQCPMCWQPISLKDPTSQE
LLEAVEHERKLRFNPPRNATIFHHPAFGEFELQHLPVGANDSELEERIIQHLAAAAMGRSHHMARREGQRSPASSLPDQG



GGDNGPASSNTATSVSSPMSSVGEEPSQGIPQLLPAQTEQSPTSASGSRILTSNQSRITNNSRNSAGQSSPVNQDRAGPS
ELQSLSESLKSRLSAVSTKYKESITKSTRGWKERLFSRNTSMSDLSSEVKREVNAGIASVSRLMERLDTRENSRVTGSSV
SDDLVDSVAEPGVERIPETHGSHPINTSNTSPSCPASSGQNMEVSGMDETMKSENHLTSAAAFVEGGIQDACDDACSICL
EAFCDSEPSTVTSCKHEFHLQCILEWCQRSSQCPMCWQPISLKDPTSQELLEAVEHERKLRFNPPRNATIFHHPAFGEFE
LQHLPVGANDSELEERIIQHLAAAAMGRSHHMARREGQRSRSTAHGRPQFLLLPAQTEQSPTSASGSRILTSNQSRITNN
SRNSAGQSSPVNQDRAGPSELQSLSESLKSRLSAVSTKYKESITKSTRGWKERLFSRNTSMSDLSSEVKREVNAGIASVS
RLMERLDTRENSRVTGSSVSDDLVDSVAEPGVERIPETHGSHPINTSNTSPSCPASSGQN                    
>Acoe_009_00666                                                                 
MNNTIDPSGMISERINGIGYFVGISIGILLLVTTIALASFFCNRAFTSPIQPRQRSSVFLNNPSIGIEIGLDETTIRSYP
TVLYSQATLDNKNTTSCCSICLSDYKNTDMLRLLPDCGHLFHVKCVDPWLRLHPTCPVCRNTPTPTPMSTPLAEVVPLAH
QQV                                                                             
>Acoe_009_00667                                                                 
MNNSVSSDGGMFTESINGTGYFVVISVGIIIVVATVSCASAICSRVHTPPSQPRQSSSDPQSNPSVAIEIGLEETTIQSY
PTLIYSQAKLDNKDNLSCCSICLCKYKDTDKLRVLPDCGHIFHLNCVDPWLRLHPTCPVCRKSPVATPLSTPLAEVVPLT
QQQV                                                                            
>Acoe_009_00668                                                                 
MDDMNNTIDSGGMFMDRKHGTGYFVGISFGFLVFLAAVALIIIFCKRAQLSRSQQRQSSIDFQPDPSVAIDIGLKEPTIQ
SYPTLLYSQTKLDNKDNTSCCSICLSNYEDVDMLRVLPECKHMFHLKCVDPWLRLHSTCPVCRKTPVPTPLSTPLAVVVP
LGQLGLAEHSLCQVAT                                                                
>Acoe_009_00930                                                                 
MAATASSYWCYSCSRFVRVLIRDPIVCPDCEGGFVEEIDNPPPPPPPSSRSGNLEPRRRRFPAAAMYMLGSRPNSDLNTN
TTSNNNNNTTTGFRRSRRNTGDRSPFNPVIVLRGPTDGTGSGGGVSNGGAEGSVGVGGERGSFELYYDDGAGSGLRPLPA
SMSDFLMGSGFDRLLDQLAQIEINGVGRCEHPPASKAAIESMPTIEIVSSHVNTESHCAVCKEAFELGVEAREMPCKHIY
HSDCILPWLSLRNSCPVCRHELPVADSHIRNSPVSDGGQDEQSPVPAEEDAVGLTIWRLPGGGFAVGRFSGGRRAAEREL
PVVYTEMDGGFNNGGAPRRISWTSRSSRTRESGGVGGMFRSFLSLFRRNRSSSSQSISESRTTRRSRSTSVLSRTSRRHN
RAWPLIDSTAMSRW                                                                  
>Acoe_009_00931                                                                 
MASTGFSYWCYSCNHFVRINEIEQSITCSDCHGGFIEQINNPPFSNSSSSSSRSPNQDSQPRQFPAAAMFMLGTPRPNSD
LNTEIRRSRRSRGGGGDRSSFNPVIVLRGGPSDSGNGEGNGERGSYELYYDDGAGSGIQPLPASMSDFLMGSGFDRLLDQ
LSRIGIDGVGQFEQQQHHPPASKAAIESMPIIEIGSSHVRDESHCAVCKEEFEFGTEAREMPCKHIYHSDCILPWLSMRN
SCPVCRHELPVAERNSSVSTGSHDEQVPLPSPAEGAFGLTIWRLPGGGFAVGRFSAGGLTAERENPAVYTEMDGDFNNGG
GRRMLSWASRGSRTRETGGVSGFFRGFLSFFRRNRSSSRSISESRTSHSHFNSVLSRASRGANRAWPLANGSALPRRR  
>Acoe_009_00934                                                                 
MSFVFRGTRADLEGGFPGFIPERRALRVHAARPANTNSLAFLVTVLLLFMVLNSHQMSPNFLLWVVVGVFLVATSLRMYA
TCQQLQAQAQARVMATSGLLGHTELRLHMPPSIDFATRGRLQGLRLQLALLDREFDDLDYETLRALDSDNASTATSMSEE
EINALPVHKYKVIGPQSDGLSRQVSSSSSLAEQKNQDFTRVDGNMKPSEDELTCSVCLEQVNVGELIRSLPCLHQFHAIC
IDPWLRQQGTCPVCKFRAGSGWQEHGESGMDASYMVMSFVFRGTRADLEGGFPGFIPERRALRVHAARPANTNSLAFLVT
VLLLFMVLNSHQMSPNFLLWVVVGVFLVATSLRMYATCQQLQAQAQARVMATSGLLGHTELRLHMPPSIDFATRGRLQGL
RLQLALLDREFDDLDYETLRALDSDNASTATSMSEEEINALPVHKYKVIGPQSDGLSRQVSSSSSLAEKNQDFTRVDGNM
KPSEDELTCSVCLEQVNVGELIRSLPCLHQFHAICIDPWLRQQGTCPVCKFRAGSGWQEHGESGMDASYMV         
>Acoe_009_01068                                                                 
MVDNDDSSQQPSQLLFTPLMIAMIGIVSTALAILLYNFIMTRYCGRRPGGMLSRPTQPSDQKGGGVEEKVLDSIPILAYT
IEEGGLFRVDQTECAVCLGEFDEGEVVRLLPSCRHAFHVHCIDEWFYSHSNCPVCRSPIVAPFMCSELSSQLEAAIEENS
GSDDDDDDDGVNNTLARVESRPNRVLRHCASVVLFNEGKLSTRPTILKRSMSLDYAYVSVRILKDTETDSSSSTLKAVIV
RNNSRKAGSSRRLDRASSTMINSYSRLLSIPRDSANGILPR                                       
>Acoe_009_01072                                                                 
MKLNNNRKLLQISDETSQTIQSSSVPTTSSSNTSAVQETLHVSSLNSSMVLVMLILLAALFFMGFFSAYFRHCAENSPGA
IRRRERQRRRRSSSPSPTPPTSLTTSRISSGMSHGVDPLIVKSLPLVAYEKHDKELFDCVVCLSEFEERETVKMIPHCGH
VFHPECIDKWFSSHASCPICRSIQLLPLPSQEEKKFNVIEERLTVEDVDTCVEDGDFWRIRRISSWSSGGFGERALCLQR
SLSM                                                                            
>Acoe_010_00107                                                                 
MSIDKKPKPKFLFLLLLSIVLLLLPCTTAQDSNNGTPSATSPYGFNTNFNPSMAIIIIVLISAFFFMGFFSIYIRQCAGD
RNDRTIRPTNGITRQSRRRGLDPMVIQKFPTFIYSVVKGLKIGKGALECAVCLNEFEDDETLRLLPKCDHVFHPECIDAW
LTSHVTCPVCRANLTPESAEANTSNSAEIEITDSEGEPDNNENENNRTEIGNVSNRLEQVSITINDDSQPDVINPSQIPF
QNRPARSKSMVSRIAGKFPRSHSTGHSLSVIHPGENFERFTLRLPDDIRKQIVNGKLNRTTSLVSFPAKYDAGGGGSSRR
GYRRGSFNEGSSRGKYNKFWRLDSKEKSDRWVFSMQPPFFSRTASVRSPRDDGGEGSVNSKKTLSSVKNLTVKAEGSEES
STRPPV                                                                          
>Acoe_010_00113                                                                 
MGSFHNRRLLPEPILNCSDDCGVFYQPLSPRVVTIHFETSTKTQHISPIVVIIVAILGGCFLLVSYYAIIVKYCSNWNNS
RRPQVPNQEDDLDDNHEDFLDQNLGPVGNIDHPIWYINTIGLEKSVIDSIAVFKYKKGEGYVEGTDCSVCLSEFEDDETL
RLLPKCSHAFHVPCIDTWLRNHTNCPSCRAPIVASPPVVSASTGVGANLSSTGNGEETQVENSESGGRLGTDQNRSDGVS
DLNLGAEDEREEQDTNRAIDVPKKDMLPPLQMSKFRVLSDLSDNHRVATSGIQPMRRSASMDINPASIFCFSVVNSLPIE



EDEGSSVVRSERETKDNSSPGLLRLMGSSSKGKLWPNGPAFMKRSSSTGGKLVLSRSSRSRSSTLPL             
>Acoe_010_00470                                                                 
MASPSSSPSLVAPPLPVGENSNSQGVSLNGFPQLFLLFLFLSLIYTIARYKGGCNENNEIIRRDIETRDQAEVHHRGQFG
EQLRHSNILMQILRNSQHREEASRIQNENKSQLISQLLQSFQQRAPLSNYTSALPSECAICLDVFEEGNKQSWILPRCKH
IFHEECIRKWLAAYGWTCPICRSVICFV                                                    
>Acoe_010_00635                                                                 
MEQIIMTALLTLTPHQFSDLTHSLSSDFRLQHHRRCSLLLAPARFTHTLHFLNSLSLHQKTILIARYLLTTLQQLTLIWD
IYTETTATTGPGLTRLRDYDAVLLLMLLCEVSQHDPQALETSSTNWIDVLQDYTLNNMFTVSGIGASSGTILSNYIDIAT
RCWRFLEATGYHMEMEVGTSAAAVVSLPSVNVSGGKNSIVECVICKEEMSEGRDVCQLPCQHMFHWICVLRWLEKTNTCP
CCRFQLPSDDVFAEIERLWGILIKKGSRKLWEF                                               
>Acoe_010_00687                                                                 
MVQSPAPPPDPPPPSTWNAFVIVVIGVICTILLILSYYKILKRHCLTLGGSSMLRYRTERQLFNEANPDDPSLQFHSRGL
DSSILYCLPTIQYGKKSEGETDKNNKDCAVCLGEFEDGDWLRFLPNCTHSFHIACIDTWFESHSNCPLCRSHIIYNLADH
RDYSVSMLTLLETLRREDVIRETAGSSQVVHFESSRIMAAQQSPN                                   
>Acoe_012_00056                                                                 
MSIFVDVKVLTRNHRESSPYGFCPASKWSIEKLKFTRYRDHLVKDVCCSICKDEIACDSEVREMSCSHVFHDPCIVQWLL
IQNTCPLCRLKLPAD                                                                 
>Acoe_013_00066                                                                 
MGLPQTPSSTSPHLYPQALQLKLYQAFIFSVPILFSIILLLLFYLFYLKRRRDSNIIITSPATLTRRLNQPTSLVPLALG
EGLKEEVKEKLLIVIFDEDLRDKDSQCCVCLGDFELKEQLHQIPSCQHLFHIDCIHDWLKANHTCPLCRCYIYSTKKLDS
DVVSVRLDINQPSGADSSNEHHHPQAGSSSEQHVISVVERTSSNDSSDQNVGQSVSPMDLVSNSQESTSRSVCPMDDLVL
QNSVVIQVEMHTS                                                                   
>Acoe_013_00167                                                                 
MSSSSSDSAATTTASAATGGGGNSTYFLQNLGNLGLGYAIAFALGFLVLLSTILLASYVCCRSRNRSRSQNPNPNSSNSE
GIVIPRIIFVAEDDEDEENVRNGENPVAGLDQMVINSYPKFPFSKAKNLESSDSVCSICLCDYKDGEMLRMMPDCKHFFH
LFCVDAWLRLHASCPVCRNSPLPTPLSTPLSELVPLSQYGDNRRRSS                                 
>Acoe_013_00180                                                                 
MSESNAFGKTICSICYEDLKPLIEDLQSISICGHVFHELCLQQWLEYCSGTKKCTCPVCKQRCTQEDVGRLYFQSIGDAN
DTQRPSEGLFNGEQDKDPVLLLREVNKFKGKVSAITSACERQEQNLKELNEELSTCKEQLKEEIELKKVALQQKSIFQGL
LRSKGDQLDKTAAECSRLQERNMALAKELAALKLVSDVNLDEEEIVKLASLGHGINSTDTVDILKKSLVLRNKSYKELMA
QCNILGRGETRSLRKLEKAKEKMKNLKTRLRELELSLEERDNEALRSLKASSRTSGKAADLDGAKSNTLCITKFPATYQT
EHPAEPAMNSNQSGGLTNHPILFRKTGNFDFHKTLGLNNCKKSEDVFDVDLEKDSRFFMDDSNSEPPQPVLEDPPTTKIL
PNNHFKVDIKKSGVSGRRTDIANMDSLANGQRNSFGLSTSCVNSKTVMHNTVIDVMEEDVVHINNPSSAVEESSADEIME
IPPFNIRKEVSSPVPNPNSGNSGDHCFAGGLLGPDGANRYLGKWCKRAQPKGSILSSTTLQEPSTSTGDLFAAGADGRGG
RVKILRSQNHLDVKGSSVLPKRSKSGSKQSSQQSQGCMQIDHFFAKADRSMSESNAFGKTICSICYEDLKPLIEDLQSIS
ICGHVFHELCLQQWLEYCSGTKKCTCPVCKQRCTQEDVGRLYFQSIGDANDTQRPSEGLFNGEQDKDPVLLLREVNKFKG
KVSAITSACERQEQNLKELNEELSTCKEQLKEEIELKKVALQQKSIFQGLLRSKGDQLDKTAAECSRLQERNMALAKELA
ALKLVSDVNLDEEEIVKLASLGHGINSTDTVDILKKSLVLRNKSYKELMAQCNILGRGETRSLRKLEKAKEKMKNLKTRL
RELELSLEERDNEALRSLKASSRTSGKAADLDGAKSNTLCITKFPATYQTEHPAEPAMNSNQSGGLTNHPILFRKTGNFD
FHKTLGLNNCKKSEDVFDVDLEKDSRFFMDDSNSEPPQPVLEDPPTTKILPNNHFKVDIKKSGVSGRRTDIANMDSLANG
QRNSFGLSTSCVNSKTVMHNTVIDVMEEDVVHINNPSSAVEESSADEIMEIPPFNIRKEVSSPVPNPNSGNSGDHCFAGG
LLGPDGANRYLGKWCKRAQPKGSILSSTTLQEPSTSTGDLFAAGADGRGGRVKILRSQNHLGSSVLPKRSKSGSKQSSQQ
SQGCMQIDHFFAKADRS                                                               
>Acoe_013_00245                                                                 
MGFPVGYTELFLPKLLLHTLSLLGFIRKFISWLFRSLGLGDFLESDITWSESSFNSTSSVSELPRSISAVLLREILPVMK
FQDLDNKDSGQDSCAVCLYEFEDKEEIRSLTNCRHIFHRICLDRWMDHDQRTCPLCRTPFIPDDMQEAFNERLWAASGIP
DYYN                                                                            
>Acoe_013_00259                                                                 
MGGCCCCASRRTQHNGTPIYYYCPQALEEREPLSSSHAAVSALSSGMLVDTNLDTSSPDTYRAPPAPMPYDTDLGRPQTP
PGSQESTNNKIDAAVQATDSQSLEEIISDNAVGTPPTGEDLKEMDCKGQLDCVLPSSKEADEPSKLSEPLSITEEEDCPI
CLEEYDAENPRIITKCDHHFHLSCILEWMERSDTCPVCDQEMIFNNMNE                               
>Acoe_013_00393                                                                 
MMDNTSSSPPESRVDIIDSTPLLANSNSNDRNNNNNNRGFGRRPSLRGAARFLRTASSRRMMREPSVLVRERAAEQLEER
QSDWAYSKPVVFLDIIWNLAFVIVAIGVLISSRNESSVMPLRLWILGYALQCVLHMVFVCMEYRRRHRSSSSSSSPLEAQ
TLQNNSGVLENGNGNESSESSSSSSREDSGDYPGERQEGEENSSESIAKHLESANTMFSFIWWIIGFYWVSAAGPELTRD
APQLYWLCIVFLAFDVFFVVFCVALACVIGIAVCCFLPCIIAILYAVAEQQEGASKEDIDQLPKYKFRKIGDFEKVNGEV
QGPFGGIMTECDTDSPIEHVLQQENAECCICLSAYDDGAELRELPCGHHFHCACIDKWLYINATCPLCKYNIIKNGNMTR
EEVMMDNTSSSPPESRVDIIDSTPLLANSNSNDRNNNNNNRGFGRRPSLRGAARFLRTASSRRMMREPSVLVRERAAEQL
EERQSDWAYSKPVVFLDIIWNLAFVIVAIGVLISSRNESSVMPLRLWILGYALQCVLHMVFVCMEYRRRHRSSSSSSSPL
EAQTLQNNSGVLENGNGNESSESSSSSSREDSGDYPGERQEGEENSSESIAKHLESANTMFSFIWWIIGFYWVSAAGPEL
TRDAPQLYWLCIVFLAFDVFFVVFCVALACVIGIAVCCFLPCIIAILYAVAEQEGASKEDIDQLPKYKFRKIGDFEKVNG
EVQGPFGGIMTECDTDSPIEHVLQQENAECCICLSAYDDGAELRELPCGHHFHCACIDKWLYINATCPLCKYNIIKNGNM



TREEV                                                                           
>Acoe_013_00410                                                                 
MRALVETTGRQQVEVRYMNVDNTGIVEENFEIYFPEHGNLSLEEVLQDQESLYLSLQSNSGSVRAGTSANTASNLTHEQR
GGQLQVSEKEGESSQISHVKSQTELDEALAQTLQDLENQLGNASLEENSETETETVNDEGNSAETSTQAERRDNVDPDNM
TYEELQSLGEVIGTESRGLSEELIAYLPSYKYKTGIFKKEKHEECVICYMEYKNKERLMTLPCQHRYHSECITKWLKLNK
ACPVCNEEVFGSMRALVETTGRQQVEVRYMNVDNTGIVEENFEIYFPEHGNLSLEEVLQDQESLYLSLQSNSGSVRAGTS
ANTASNLTHEQRGGQLQVSEKEGESSQISHVKSQTELDEALAQTLQDLENQLGNASLEENSETETETVNDEGNSAETSTQ
AERRDNVDPDNMTYEELQSLGEVIGTESRGLSEELIAYLPSYKYKTGIFKKEKHEECVICYMEYKNKERLMTLPCQHRYH
SECITKWLKLNKVILFLEALMRALVETTGRQQVEVRYMNVDNTGIVEENFEIYFPEHGNLSLEEVLQDQESLYLSLQSNS
GSVRAGTSANTASNLTHEQRGGQLQVSEKEGESSQISHVKSQTELDEALAQTLQDLENQLGNASLEENSETETETGNSAE
TSTQAERRDNVDPDNMTYEELQSLGEVIGTESRGLSEELIAYLPSYKYKTGIFKKEKHEECVICYMEYKNKERLMTLPCQ
HRYHSECITKWLKLNKACPVCNEEVFGSMRALVETTGRQQVEVRYMNVDNTGIVEENFEIYFPEHGNLSLEEVLQDQESL
YLSLQSNSGSVRAGTSANTASNLTHEQRGGQLQVSEKEGESSQISHVKSQTELDEALAQTLQDLENQLGNASLEENSETE
TETVNDEGNSAETSTQAERRDNVDPDNMTYESLGEVIGTESRGLSEELIAYLPSYKYKTGIFKKEKHEECVICYMEYKNK
ERLMTLPCQHRYHSECITKWLKLNKVILFLEAL                                               
>Acoe_013_00427                                                                 
MFGSGMNLITTVIGFGMSATFILFVCTRLICGRIRAAESGEAFELDSTTDLEQPEQRLSGLEPVLVASLPTMKFNHEAFE
SAEDAQCSICLGEYQEKDMLRVIPKCGHIFHLACIDVWLHKQSTCPVCRLPLQETLEKVQMRSPMIGLSFQSVDSPELND
HSQQWLLPSSQRSVGNGSNQGQQEPQRGNSVPSISRGRNPEIVVMGGLSHNNL                           
>Acoe_013_00730                                                                 
MGVSLLPISAVCTVVSLIGLHWWTSSLLDTLQSDGLIGENVIHSGNASHALELLLSSNVTIALVANFAVNMYILVILSLK
AIFFVKLNSSETKKVAERLVNYLVYKAAFLPLILPPTLFHAATWSAWVVILCTLKMFQALGRDRLERLNASPSATPWTYF
RVFSVLLLVLSIDIFWIRICVDIYRSLDSTIFLLLFFEPLSIAFETLQAIMVHGFQLLDIWHRNSVESNTSCEGSHWFDK
LVAGSIWEWKGTLVLNVGFFLDIMTLFMALCHHFNIWWLHGMAFHLVDAVIFLNIRALGSAVIKRIRGFIKLTRALRTLH
GALPDASCEELEAYDDECAICREPMAKAKKLSCNHLFHLACLRSWLDQGLSEIYSCPTCRTPLFTSRAENGTVSHPGGVL
NGEQATHQTGSGLEHSTTPAQNLPVGAFPDHMQMPPDNIPWRGVGLDSSWAQPWTSQGLDGAGPSTAIRSVGLGRVQMMM
RHLAAVGETYAQTALEDAAWSLWPMTHPQTVPGSSVPPAAANSLRFTGRNGGLRFRNTASAVNGNIANILAMADTVREVL
PNIPDEIIFQDLQRTNSVTVTVNNLLQM                                                    
>Acoe_013_00896                                                                 
MGFSVEYSGLVLTHLLYHAALILSLVRWAFCWATRSMSFHYISSSDHHDHSSSTVQSVGPNSSLTAQMIRDRLEVVTYEE
IMNYHPEGSCCDTCAVCLNELQKKDKVRELRNCCHVFHIKCIDRWLDHGDQKNCPLCRAPLLVSTSFGPDLVNGLTRSEP
SWAVERLLYLFGDDLL                                                                
>Acoe_014_00770                                                                 
MSSQVSPPALSHLAGNSWDLEVLVPFMLSTFMCVIFFIVFLLCRRICKVKGDASSETDSTIDLDIETGMVSPEIPLCVIK
NYCDLVTELLRTAQLSSNNVSDPSTECAICLENWEEEEKKEIKNKWILPQCQHMFHSECICEWLKSCGTTCPICRSNILK
VGL                                                                             
>Acoe_014_00814                                                                 
MSNRVLCKFFVHGACLKGDNCEFSHDWKDQTNNICTFYQRGVCSYGSRCRYEHVKASRPQTTISSSSTISVRPKASNPVE
VTSPRAFVAGEANSISSLPAELSALSRPFFPPAWKQDSIDHNLQDDDIVGEVTNVDPADRPICSFAAAGECPRGERCPHI
HGDLCPTCGKHCLHPYRPDERDEHIITCERKKKQLDALKYSQEIECSVCLDRVLSKPTAAERKFGLLSECDHPFCISCIR
NWRSNSPTSGMDINSALRACPICRKLSYFVIPSVIWYANQEEKQEIVNNYKAKLSSIDCRYFDFGNGSCPFGTSCFYKHA
YRDGRLEEVALRHLGAEDGNTVIAKDIRFVALQFFNIDAVLMSNRVLCKFFVHGACLKGDNCEFSHDWKDQTNNICTFYQ
RGVCSYGSRCRYEHVKASRPQTTISSSSTISVRPKASNPVEVTSPRAFVAGEANSISSLPAELSALSRPFFPPAWKQDSI
DHNLQDDDIVGEVTNVDPADRPICSFAAAGECPRGERCPHIHGDLCPTCGKHCLHPYRPDERDEHIITCERKKKQLDALK
YSQEIECSVCLDRVLSKPTAAERKFGLLSECDHPFCISCIRNWRSNSPTSGMDINSALRACPICRKLSYFVIPSVIWYAN
QEEKQEIVNNYKAKLSSIDCRYFDFGNGSCPFGTSCFYKHAYRDGRLEEVALRHLGAEDGNTVIAKDIRLSDFLSNLRLR
>Acoe_014_00832                                                                 
MNGNRQVELHYINTGFPYTVTESFMNLFEGLTYGHTDGPFSATIDEFEENAYWPTHTASQKYAPWGTAYYGRVHAYDVDD
HLPRMDGSRRHGENSSTVNREPTHLNVHGESSSTPTADNPEECIRSYHNGSSSQVLWQDNVDPDNMTYEELLDLGEAVGS
HSRGLSKELIELLPVSKYKSGSFFWRKRSRTERCVICQMKYKRGERQITLPCKHVYHTDCGTKWLSINKACPICYTEVFG
ESSKKMNGNRQVELHYINTGFPYTVTESFMNLFEGLTYGHTDGPFSATIDEFEENAYWPTHTASQKYAPWGTAYYGRVHA
YDVDDHLPRMDGSRRHGENSSTVNREPTHLNVHGESSSTPTADNPEECIRSYHNGSSSQVLWQDNVDPDNMTYEELLDLG
EAVGSHSRGLSKELIELLPVSKYKSGSFFWRKRSRTERGERQITLPCKHVYHTDCGTKWLSINKACPICYTEVFGESSKK
>Acoe_014_00904                                                                 
MENVKEGCGGAKSSSNEENPNNNNNNNSSISNNNSSDSLQPISRTPFTNLGQVDADLALARTLQEQERAYMMLRMSGGEG
SSDFGSSEAGSFLQEEEEEDDCYDDDDDDLNDDDDAIGTDADEDAFDIHQNLEDEDAIASPAEVEIDPSAFVNDDEAFAR
ALQDAEERELAARLMALTGGTDWTAEDTENDNNSQDTWEEVDPDELSYEELLALGEVVGTESRGLSADTIASLPSINYKA
QSNQDGSAEQCVICRLEYEDEDTLTVLSCKHSYHSECINNWLQINKVCPVCSAEVSTSTNL                   
>Acoe_014_00932                                                                 
MSSSGNTHWCYSCRRPVRLRGRDAVCPYCSGGFVQELNEVEGISPLDFFGIDSDDERDQRFGVMEAFSALMRQRLAGRNR
ELDIRGRSGVVPDHGPGVNSGPWLIFSGQIPVHMSENGGIEVLLNGGPTVGLRRANVSDYFVGPGLDELIEQLTRNDRRG
PPPAAQSAIDSMPTVKISHKHLRTDSHCPVCKERFELGTEARQMPCNHMYHSDCIVPWLVQHNSCPVCRLELPPQGSTSA



HSSQSSSGGSRSGTASSNTSGRENSSESQTRRHPLSFLWPFRSSNTSTNTTNSNSNSNRSEPAASASAPLHEDNHQMHYT
GWPFDY                                                                          
>Acoe_015_00023                                                                 
MQGQRSTVESFPETFELDHGSSSSGTAADQQLSWNTMLNPIEGRIPDCLLQPHDSSFTFPSTVGHDGRSLSGWCLGEGSS
SENTGNQIVHDEAKLEHAWPPSLNNCAGSGPRLDERQYEPSNILSLESVNLNLSNNQVTNGPLFLQNLSSAHPQNMNLDE
GYSGNNGARVMEAGVSSRLRKPGGPESEHILYSGNSSGSSSGSAGYLAEESDGRPGCSLDGRRLACKRKALEGVSGQLSL
GGSPSCFQRAENSASQSVPTSYNVACSSNFTTSAENHPQQPNPRLGVDISLGSSSHPAFSAAGNTESSQRNFRMRINPAH
LDSPPSNLSSIRNISRPSHTSPYQSSRLLSFNHSLELRPTTASSSSPGPSHASQNPGMSRNVHPATRYGASSARVGSSSS
SPSIPGERTASREESNSRNIPRSISEHPMFVPSAETRNLFQDPTNWSLANGNTRIPRNVASSSRVGSSSGVHPSAAPTWL
PLHNPPAQHSRRLSEAVRRSLFPIPGSEAGGQGHNVHSLHSGVPTSAQEVVHPSGAGHVGHHQPYHRSALRMDRQGDGVL
GAPMSARGLAAREGRSRLVSEIRNALDFMRRGGEGVRFEDVFVLDQSMFYGMSDLHDRHRDMRLDVDNMSYEVRRYHGIS
HLHLWQKYLFYEFSLLVGNPVFNEISNSIHDFFFQELLALEDRIGNVSTGLSEETITKCLKQRKYMSFTIGVASEIEPCC
VCQEEYIDGDDLGRLDCGHDFHSRCIKQWLTHKNLCPICKTTALVTMQGQRSTVESFPETFELDHGSSSSGTAADQQLSW
NTMLNPIEGRIPDCLLQPHDSSFTFPSTVGHDGRSLSGWCLGEGSSSENTGNQIVHDEAKLEHAWPPSLNNCAGSGPRLD
ERQYEPSNILSLESVNLNLSNNQVTNGPLFLQNLSSAHPQNMNLDEGYSGNNGARVMEAGVSSRLRKPGGPESEHILYSG
NSSGSSSGSAGYLAEESDGRPGCSLDGRRLACKRKALEGVSGQLSLGGSPSCFQRAENSASQSVPTSYNVACSSNFTTSA
ENHPQQPNPRLGVDISLGSSSHPAFSAAGNTESSQRNFRMRINPAHLDSPPSNLSSIRNISRPSHTSPYQSSRLLSFNHS
LELRPTTASSSSPGPSHASQNPGMSRNVHPATRYGASSARVGSSSSSPSIPGERTASREESNSRNIPRSISEHPMFVPSA
ETRNLFQDPTNWSLANGNTRIPRNVASSSRVGSSSGVHPSAAPTWLPLHNPPAQHSRRLSEAVRRSLFPIPGSEAGGQGH
NVHSLHSGVPTSAQEVVHPSGAGHVGHHQPYHRSALRMDRQGDGVLGAPMSARGLAAREGRSRLVSEQIRNALDFMRRGG
EGVRFEDVFVLDQSMFYGMSDLHDRHRDMRLDVDNMSYEELLALEDRIGNVSTGLSEETITKCLKQRKYMSFTIGVASEI
EPCCVCQEEYIDGDDLGRLDCGHDFHSRCIKQWLTHKNLCPICKTTALVTMQGQRSTVESFPETFELDHGSSSSGTAADQ
QLSWNTMLNPIEGRIPDCLLQPHDSSFTFPSTVGHDGRSLSGWCLGEGSSSENTGNQIVHDEAKLEHAWPPSLNNCAGSG
PRLDERQYEPSNILSLESVNLNLSNNQVTNGPLFLQNLSSAHPQNMNLDEGYSGNNGARVMEAGVSSRLRKPGGPESEHI
LYSGNSSGSSSGSAGYLAEESDGRPGCSLDGRRLACKRKALEGVSGQLSLGGSPSCFQRAENSASQSVPTSYNVACSSNF
TTSAENHPQQPNPRLGVDISLGSSSHPAFSAAGNTESSQRNFRMRINPAHLDSPPSNLSSIRNISRPSHTSPYQSSRLLS
FNHSLELRPTTASSSSPGPSHASQNPGMSRNVHPATRYGASSARVGSSSSSPSIPGERTASREESNSRNIPRSISEHPMF
VPSAETRNLFQDPTNWSLANGNTRIPRNVASSSRVGSSSGVHPSAAPTWLPLHNPPAQHSRRLSEAVRRSLFPIPGSEAG
GQGHNVHSLHSGVPTSAQEVVHPSGAGHVGHHQPYHRSALRMDRQGDGVLGAPMSARGLAAREGRSRLVSEIRNALDFMR
RGGEGVRFEDVFVLDQSMFYGMSDLHDRHRDMRLDVDNMSYEELLALEDRIGNVSTGLSEETITKCLKQRKYMSFTIGVA
SEIEPCCVCQEEYIDGDDLGRLDCGHDFHSRCIKQWLTHKNLCPICKTTALVT                           
>Acoe_015_00285                                                                 
MTPPANFSDNVNTPAAEAPESITVDSDFVVILAALLCALICVVGLIAVARCAWLRRSGGNRSNPSSQTPAAANKGLKKSV
LRSLPKLIFNSNGNGGVGKLSDCPICLSEFNDGDEIRILPQCGHGFHVGCIDTWLGSHSSCPSCRQILVVARCQKCGGYQ
DCSSSSTTTTTTTSNSNFVDLEAGLKASEDDPNRFLP                                           
>Acoe_016_00083                                                                 
MAEWSKALHSLFVDNSCLAILLQHEQGIILLGQSPMFNIVDVHDRYRDMRLDVENMSYEELLDLEDRIGNVSNGLSNGTI
NELLQHKKYFILSEENASKESCTICQEDYIEEEELGTLNCGHEFHHTCIKQWLRRKNVCPVCKSTGLTTLDPTIVTNP  
>Acoe_016_00101                                                                 
MGSSSSRLSSRSSRPRENRGPKRSFSSFLICGGGADGRGDGGGSTSNNVPTIRNMEDYPAQLLLCSGEVSDATVVNELQS
SVKEHPPTSCSEIECLHLINDASSVNNSDTIEPLFAEASNDKICLSGKELVTDPSSFAHHLVDPSFERTSEIGSSSCVAQ
QSPSVSNEDNCDAVVGTNDGGSEISQEVSSSSSSDQRLGSSSERPSHSLANRSPCIHPSDSTFTSSATDSSSSPHSEVEN
AQAAPPGPENMLDRDRERNNEGVLQVDVVSISSSTLFSSTGEVGHHEARRNSRRLFWDAFSRRSSRRHSDSRTIVFSSED
TDDLGSHDRWLLDFSGDLFEDGRSGDSGILGSRHRSTHDGRWHSRSEIWERFRGGLDDSSRRTTFCASGLHPDGTCSCES
FLTAEESSTRGSISRIVMLAEALFEVLDEIHRQPISLSLSMVSHPAPESVVNSFPLKSHKKSNAAEDTNQDVEQCYICLA
EYEEGDKIRVLPCRHEYHMSCVDKWLKEIHGVCPLCRGDVCAGSVEGSISTS                            
>Acoe_016_00103                                                                 
MAGMLPGVECARRRRCHQGGWMESQSLVGHGRTRRFCLYTSNHESQLNSNSLLERSTANQSFLGDKLEGAAREAKERLDE
RLRFQRKSETKSLNRKGSMKADSSDSVLSSVMLGLHTEIYGSKKGTTKKFGWGKLRWKTVDQDECAVCLERFKSGETLLH
LPCAHRFHSRCLVPWLENSAHCPCCRTDVMLNVNL                                             
>Acoe_016_00222                                                                 
MGAFCCCPCGEEYDEYSYPSSAIYRHCICLRYFLHQLLSGYSAMFHRLEERSLASPNQGTPSLTSTELGTTPDNSLYASY
FSAPRPAPYDVDQRLSRLQRDGLVFRREKSMTNFQEESQPLRRSGSSSGIDPLAAGKRWVGVGSEEECKTGSSESSGRIV
STKLHGLAYGIPTPEDEDVCPTCLDEYTPENPKIITRCSHHFHLGCIYEWMERSETCPICGKEMEFCESP          
>Acoe_016_00405                                                                 
MDWVFFQTKKLDYLSPSTQPHFLPIPPPPPLPLDSDNTFNKISPSILLIIIILAIIFFISGLLHLLVRFLFRPTTRDPED
LDNVTALQGQLQQLFHLHDSGVDQSYIDTLPVFLYKAIIGLKNPFDCAVCLCEFEADDKLRLLPQCSHAFHLECIDTWLL
SHSTCPLCRGSLLPEFPYNNSCSPLVLVLESGSETSREFVSDRDTASAIIGSNTVAGTGNQIGCHGEDEFGSSRKDLSHK
LNEVSGKEDIASVLPVSTIGEEKVVTVKLGKFRNVDVPPPAPTGEGGSGTSSNSNVDARRCFSMGSFEYVMDENSSLQVS
IKPPIRKQTSKKPSIPLTPGHRAAMSECDSDSRREGFKGFDTLRSIEVQDGANNGNSIERNKKDSFSFSKIWLRTKKDKP
SSVGNSSRLASSFRFPFQKTEAADDFKTKDTGITSKRIFSEIEAAYDFKTKDSSITSKRAFSEIDVSVWESSASEIGVDE
EVGSSSILDPQPNMPSFARRTLLWLSGKQNKVVHSSSPNV                                        



>Acoe_016_00434                                                                 
METSTASVNSSSSDPYNRNSSSSSSSSSFGGLGLGLGINHNHNSNNDSTRRYLTAANFFRYPLSALLEYSGLLRTTNNNP
TTSTRSDTITTTDSTQTFINAFHHRDNFPPTTTTTAASASGGGEGGGGGGGGPGEVSIRIIGSTEQDHVRIGASTLTSSS
SSSPLINHHHNHHHVDNASPSDPSVQGLSLSSQPSISTPNPAADDEEATNGALGANNTRDSSYQRYDIQQVARWIEQILP
FSLLLLVVFIRQHLQGFFVTIWVAAVMFKSNDILRKQTALKGERKMSVLVGFSIGFIFHVVIIYWWYRNDDLLYPLVMLP
PKTIPPFWHAIFTIMVNDTMVRQAAMVLKCILLMYFKNSRGRNYRKQGQMLTLVEYMLLLYRALLPAPVWYRFFLNKEYG
SLFSSLTTGLYLTFKLTSVVEKVQSFFAALKALSRKEVHYGSYATSEQVNSAGDLCAICQEKMHAPILLRCKHIFCEDCV
SEWFERERTCPLCRALVKPADLKSFGDGSTSLFFQLF                                           
>Acoe_017_00011                                                                 
MGNACCQQNQHGNHRAKPVYPASGNASALPATSVAPSGNRSGNPGMSSSCDVGYNQTTQGGRLTTPCKIRTVYTEDQQIT
SVTNPASANQTDEPHMPCKSQKVPTEDQQIATLTTAAISNQTDEPHTPCKSLKVPNEDQQIAPVTTAATANQANEHHTPS
RSPEVPNENQQIAPVTTATDANQADGHHTPCRSPEVPKEDQQIAPVTTAATANHANEPLLLGSNEDKNATSCCDFEADDA
SKELEITSTVEDDDEDECPTCLEGYDEENPKIMTECNHHYHLACIFEWMERSDTCPVCNKVMIF                
>Acoe_017_00175                                                                 
MGSEDTDLMDEGGGGGVDGENLIISPSVSVTCSICFDAVIENGGRSWAKLQCEHKFHLDCIGSAFNVKGVMQCPNCRKIE
KGQWLYANGCRSCPDFSTEEWGREEDVYGLSFSEPFGFQWCPFSGLTRISSSFEERELPSTAYHDLFGHHAVFAEHAAAT
AHTCPYFAYLQPLQPSSSSSNEGIADETSFGHHWSGLSGPSDITFPAVDLHYHTRDHPSPSFSIGTRLGGVDQGSVSSAT
ARSSRVASDGQPISGSFVHPVFLSHGPGLRAGSSVVSPTVPPYPGSNSRSHDRALGHQQQQQPSTPSMRLPVFSNPRRSS
GPRAPTGPVASSSDRTNGFYVFPSGSSVRNLQQPDTSQRSHFYAWERDRFAPFPLIPVERESSWWGPFHQPASGLDSGNR
SSSVWHSHGSERTSFHSENPPHPQSHPTGTLHPFMMGSEDTDLMDEGGGGGVDGENLIISPSVSVTCSICFDAVIENGGR
SWAKLQCEHKFHLDCIGSAFNVKGVMQCPNCRKIEKGQWLYANGCRSCPDFSTEEWGREEDVYGLSFSEPFGFQWCPFSG
LTRISSSFEERELPSTAYHDLFGHHAVFAEHAAATAHTCPYFAYLQPLQPSSSSSNEGIADETSFGHHWSGLSGPSDITF
PAVDLHYHTRDHPSPSFSIGTRLGGVDQGSVSSATARSSRVASDGQPISGSFVHPVFLSHGAGSSVVSPTVPPYPGSNSR
SHDRALGHQQQQQPSTPSMRLPVFSNPRRSSGPRAPTGPVASSSDRTNGFYVFPSGSSVRNLQQPDTSQRSHFYAWERDR
FAPFPLIPVERESSWWGPFHQPASGLDSGNRSSSVWHSHGSERTSFHSENPPHPQSHPTGTLHPFMMQHTIKYGIWKSSN
TVEEKSVELMSFDCIGSAFNVKGVMQCPNCRKIEKGQWLYANGCRSCPDFSTEEWGREEDVYGLSFSEPFGFQWCPFSGL
TRISSSFEERELPSTAYHDLFGHHAVFAEHAAATAHTCPYFAYLQPLQPSSSSSNEGIADETSFGHHWSGLSGPSDITFP
AVDLHYHTRDHPSPSFSIGTRLGGVDQGSVSSATARSSRVASDGQPISGSFVHPVFLSHGPGLRAGSSVVSPTVPPYPGS
NSRSHDRALGHQQQQQPSTPSMRLPVFSNPRRSSGPRAPTGPVASSSDRTNGFYVFPSGSSVRNLQQPDTSQRSHFYAWE
RDRFAPFPLIPVERESSWWGPFHQPASGLDSGNRSSSVWHSHGSERTSFHSENPPHPQSHPTGTLHPFM           
>Acoe_017_00276                                                                 
MELSANERLDFGKMGYGCKHYQRRCKIRAPCCNEVFPCRHCHNDTMGTLKKISDRHELVRHEVKQVICWVCDTEQQVAQV
CSNCGIRMGEYFCEICKFYDDDTSKGQFHCNDCGICRVGGRENFFHCQRCGSCYSVHLRDNHSCIENSMRHHCSICYEYL
FDSLKETTVLKCGHTMHLDCLNEMTKRDQYCCPICSKSVFDMSNAWKRIDEEIQATIMPEDYQNKKVWILCNDCNDTTEV
FFHIIGHKCGHCLSYNTRMISPPVVPSMELSANERLDFGKMGYGCKHYQRRCKIRAPCCNEVFPCRHCHNDTMGTLKKIS
DRHELVRHEVKQVICWVCDTEQQVAQVCSNCGIRMGEYFCEICKFYDDDTSKGQFHCNDCGICRVGGRENFFHCQRCGSC
YSVHLRDNHSCIENSMRHHCSICYEYLFDSLKETTVLKCGHTMHLDCLNEMTKRDQYCCPICSKSVFDMSNAWKRIDEEV
RCFPSSLRPS                                                                      
>Acoe_017_00578                                                                 
MMRLRTYAGFSFVGALAVIYHAFHSRGQLYPATVYLSTSKISLVLLLNMGLVIMCILWQLAKRVFLGSLREAEVERLNEQ
SWREVMEILFAITIFRQDFSVSFLAMVTALLLIKALHWLCQKRVEYIETTPSVPMLSHVRIVSFMGFLLVLDSLLMYTSL
KSLIQTWTPSVSFFFAFEYMILATTTVSTFVKYVFYVRDMLMEGQWEKKAVYTFYLELIRDLLHLSMYLCFFLVIFMNYG
VPLHLIRELYETFRNFKVRVSDYVRYRKITSNMNERFPDATPEELNAGDATCIICREEMVTAKKLICGHLFHVHCLRSWL
ERQNTCPTCRALVVPSENGTAAAAGQRGVHVEAHQQGVGVSNTSTQRATIGAADDILSRHQARLQAAAAAASIYEKSYVY
PCVNTYTWSQGYASHPQTYRPLPVSGNVDFSAEGTSSEQYQQGQIPVLGGQTSFSFPQAPYHFAQFQPSVANSANRERSG
DDSDRPDSQLEVQERFIRSQIEFLQSQLQLLQQQNIVPMDISCSTTDKKEKTLGSSTSSVSDSGPHADGGEKMMRLRTYA
GFSFVGALAVIYHAFHSRGQLYPATVYLSTSKISLVLLLNMGLVIMCILWQLAKRVFLGSLREAEVERLNEQSWREVMEI
LFAITIFRQDFSVSFLAMVTALLLIKALHWLCQKRVEYIETTPSVPMLSHVRIVSFMGFLLVLDSLLMYTSLKSLIQTWT
PSVSFFFAFEYMILATTTVSTFVKYVFYVRDMLMEGQWEKKAVYTFYLELIRDLLHLSMYLCFFLVIFMNYGVPLHLIRE
LYETFRNFKVRVSDYVRYRKITSNMNERFPDATPEELNAGDATCIICREEMVTAKKLICGHLFHVHCLRSWLERQNTCPT
CRALVVPSENGTAAAAGQRGVHVEAHQQGVGVSNTSTQRATIGAADDILSRHQARLQAAAAAASIYEKSYVYPCVNTYTW
SQGYASHPQTYRPLPVSGNVDFSAEGTSSEQYQQGQIPVLGGQTSFSFPQAPYHFAQFQPSVANSANRERSGDDSDRPDS
QLEVQERFIRSQIESQLQLLQQQNIVPMDISCSTTDKKEKTLGSSTSSVSDSGPHADGGEK                   
>Acoe_017_00709                                                                 
MDSVRRSLTQYGSQALPSMRNQQQIVYRTPSPPSDTSSPILVIAILGITLTAFVLLGYYVLVIKCWLNCHRVGFLRQFFT
TQTRRFEDPLMAYEPATENRGVDESVIQALPVFQFRKGEGIGDAERRSYFECAVCLNEFQDEEKLRVLPSCSHVFHIDCI
DIWLQSNANCPLCRSSISSRTRVLPIQIIAPSSSPQDQTPVTETTISGDEDFVVIEVRGSASADQTTHSHRRQDTAKSGE
LLSKSVNPSPRKFEQRLITKKQRKFHHGASLGDECIDIRGKDDQFSVQSVRRSFSMDSSTDRQLFLAVQDIIQQNRPLNE
VSTSAGCSSRVRRPFFSFGHGRG                                                         
>Acoe_018_00118                                                                 
MAPPSPDLSLCVNSTSRLLSFLDLNNDHHQSNMEEIDIDLIMVPDTPDRMPTQKINSGSNNVEEPCSSSVVGNSGISNLL
DKGIRNRVRDHGKVNIDSANNRRLFPRSRGEIGTHGEIPPNNCPVINLGDSPSVSKNARLMKRMMSEKVSSQPRFKELIT



LSNDRAKVDGDTSSIAELLADGNRMQGKNKEKWNDLNSSTNMPSKNLCTGGRNLRKATLLQGNMNSDFDHGFYRSSSVGV
DNGNGIPLRSDSKQNTEQFMSKSLPAVTLPRSSVHRRLVRNGCISPHNIAKAKCPAESPVKNSADPKQDDMVSVVSSSGP
PPSQIHIVSPTSAENNTDRVKGKGIMEECSAETYVNGSHASNRISLKPTEEVNVADNDSGGAFRTSEGMGGWRSTRNRTN
TTSLAFSDGIQHLSETNDGGVQSHEISDRVSFQHGGTTQAFTFRPETDKESGRHFGASKLGRKQRKRGSASSNSGECSTS
NFEDSELAFLGSSGDPSNARSTRSRHNRNQVNMCPIIEIDEMPLEAQHGGSQHTTEMTNDDSDARARQLEADEMLARELQ
EQFFNESHGVGSGEIDVNIAWSLQQEEDEQRSASFRRQHVHPRDASMSHLYRQHHTEALPNSLIRSTSRATRGRGRAPTS
ARVGRLRDRFPGNSRTISSRERSVHFHPNIDIETRIHILETLEAAVGATHSRMPNNFFQRDFNENDYEMLLALDENNHQH
VGANPTLINNLPQFVLQNENLEEDCAICLETPRIGDTIRNLPCLHKFHKDCIDPWLRRKTSCPVCKSGITMQNMEEIDID
LIMVPDTPDRMPTQKINSGSNNVEEPCSSSVVGNSGISNLLDKGIRNRVRDHGKVNIDSANNRRLFPRSRGEIGTHGEIP
PNNCPVINLGDSPSVSKNARLMKRMMSEKVSSQPRFKELITLSNDRAKVDGDTSSIAELLADGNRMQGKNKEKWNDLNSS
TNMPSKNLCTGGRNLRKATLLQGNMNSDFDHGFYRSSSVGVDNGNGIPLRSDSKQNTEQFMSKSLPAVTLPRSSVHRRLV
RNGCISPHNIAKAKCPAESPVKNSADPKQDDMVSVVSSSGPPPSQIHIVSPTSAENNTDRVKGKGIMEECSAETYVNGSH
ASNRISLKPTEEVNVADNDSGGAFRTSEGMGGWRSTRNRTNTTSLAFSDGIQHLSETNDGGVQSHEISDRVSFQHGGTTQ
AFTFRPETDKESGRHFGASKLGRKQRKRGSASSNSGECSTSNFEDSELAFLGSSGDPSNARSTRSRHNRNQVNMCPIIEI
DEMPLEAQHGGSQHTTEMTNDDSDARARQLEADEMLARELQEQFFNESHGVGSGEIDVNIAWSLQQEEDEQRSASFRRQH
VHPRDASMSHLYRQHHTEALPNSLIRSTSRATRGRGRAPTSARVGRLRDRFPGNSRTISSRERSVHFHPNIDIETRIHIL
ETLEAAVGATHSRMPNNFFQRDFNENDYEMLLALDENNHQHVGANPTLINNLPQFVLQNENLEEDCAICLETPRIGDTIR
NLPCLHKFHKDCIDPWLRRKTSCPVCKSGITMAPPSPDLSLCVNSTSRLLSFLDLNNDHHQSNMEEIDIDLIMVPDTPDR
MPTQKINSGSNNVEEPCSSSVVGNSGISNLLDKGIRNRVRDHGKVNIDSANNRRLFPRSRGEIGTHGEIPPNNCPVINLG
DSPSVSKNARLMKRMMSEKVSSQPRFKELITLSNDRAKVDGDTSSIAELLADGNRMQGKNKEKWNDLNSSTNMPSKNLCT
GGRNLRKATLLQGNMNSDFDHGFYRSSSVGVDNGNGIPLRSDSKQNTEQFMSKSLPAVTLPRSSVHRRLVRNGCISPHNI
AKAKCPAESPVKNSADPKQDDMVSVVSSSGPPPSQIHIVSPTSAENNTDRVKGKGIMEECSAETYVNGSHASNRISLKPT
EEVNVADNDSGGAFRTSEGMGGWRSTRNRTNTTSLAFSDGIQHLSETNDGGVQSHEISDRVSFQHGGTTQAFTFRPETDK
ESGRHFGASKLGRKQRKRGSASSNSGECSTSNFEDSELAFLGSSGDPSNARSTRSRHNRNQVNMCPIIEIDEMPLEAQHG
GSQHTTEMTNDDSDARARQLEADEMLARELQEQFFNESHGVGSGEIDVNIAWSLQQEEDEQRSASFRRQHVHPRDASMSH
LYRQHHTEALPNSLIRSTSRATRGRGRAPTSARVGRLRDRFPGNSRTISSRERSVHFHPNIDIETV              
>Acoe_019_00155                                                                 
MAITNINRKLLNKNVAIAISPSPFPLQDLLHSSNNKEKEPFISLSTRDTYLILIVLFLLSTFFFLFLFSVYIYRFSSPEA
IQISRRRRQRQQHRDQRQTSPSSSSSSASNSHGLDILIIQSLPIFAWKEVEEQESIDCSVCLSEFEEKESVKVIPYCGHL
FHTVCIDTWLLSNVSCPLCRSIQLFPSNKITVECLDVGLQTLHQIEVEAREKSMITCPHSSPS                 
>Acoe_020_00181                                                                 
MVLMEEYMVNSCKPLESDLEDKSDKYKETEAAASRAHESDLDSFFKGATNDDSNMEEWLDQGLMQYGCSHYRRRCRIRAP
CCNEIFDCRHCHNEAKNNINVEGKLRHDLPRHQVQLVICSLCGTEQEVGQICTKCGVCMGKYFCGTCKLYDDDISKNQYH
CKGCGICRIGGRENFFHCYKCGCCYSVQLKNSHPCVEGAMHHDCPVCFEYLFDSRNDVSFLPCGHTIHVKCLKEMQQHLH
YTCPLCSKSVCDMSKVWEKLDMEIATTPMPESYQDKKVWILCNDCGATSQVQFHVVAQKCLNCKSYNTRQTRGCQPSDDM
VLMEEYMVNSCKPLESDLEDKSDKYKETEAAASRAHESDLDSFFKGATNDDSNMEEWLDQGLMQYGCSHYRRRCRIRAPC
CNEIFDCRHCHNEAKNNINVEGKLRHDLPRHQVQLVICSLCGTEQEVGQICTKCGVCMGKYFCGTCKLYDDDISKNQYHC
KGCGICRIGGRENFFHCYKCCCYSVQLKNSHPCVEGAMHHDCPVCFEYLFDSRNDVSFLPCGHTIHVKCLKEMQQHLHYT
CPLCSKSVCDMSKVWEKLDMEIATTPMPESYQDKKVWILCNDCGATSQVQFHVVAQKCLNCKSYNTRQTRGCQPSDDMVL
MEEYMVNSCKPLESDLEDKSDKYKETEAAASRAHESDLDSFFKGATNDDSNMEEWLDQGLMQYGCSHYRRRCRIRAPCCN
EIFDCRHCHNEAKNNINVEGKLRHDLPRHQVQLVICSLCGTEQEVGQICTKCGVCMGKYFCGTCKLYDDDISKNQYHCKG
CGICRIGGRENFFHCYKCGKSLLVHGYLFLYRTRSANKILICYHIFVFFTIGCCYSVQLKNSHPCVEGAMHHDCPVCFEV
KITHLCFPFPLK                                                                    
>Acoe_020_00291                                                                 
MEATCPMDQLFDLDFVLSFDLELALIAPVQNTSSATISGVSSFIADLPTDSSNHAGVCMICMEEFGVKDGAKRMSCSHVY
HAPCISSWLSECNSCPLCRCRIYMP                                                       
>Acoe_020_00292                                                                 
MAATCPMDQLFDLDFALSFDLDLALITPVQNTSSATISGVSSFIADLPTVSSNNVGVCMICMEEFGVKDCAKRMSCSHVY
HAPCISSWLSECNSCPLCRCRIYMP                                                       
>Acoe_020_00342                                                                 
MNRRVFILTMFFLFFHVETQQAPPPPDDSDYASGTTIHQSLVILIGMITFMCFLTFFLLVYPKLCPRNRENVQHDEPIQT
LSSNARTSGIDKSIIDSLPSFTFSSLKGSKEGLECVVCLSKFIDTEVLRLLPKCKHAFHVSCVDKWLENHSSCPLCRQKV
EAEDVTMFKLSSSWRFPQSPSNLLHESNLELFVQREEDELGSSSRFSVGSSFRKTDEDKEKSSIFQEGENNIQDNKKVMH
KFKHKIIVSDVVFKNRWSDVNSSDIISLNSDMLSSTASNKFSSFRTDSEHYSSTMLENTSSSSDKKKMKMKEEMDWKREF
ENKSFSVSGSGPSSPTNVNQNSSRLIRIPSQVERSMSDITSISRSSDLGVKNRIEKSFSSGNNVVEERMRVWLPIARQTV
EWFASKAKLSHNSKRQDSSMV                                                           
>Acoe_020_00343                                                                 
MNQQVLFFILIFFLFIKVEAQSPPPHPDDKSSDGVGASFRPSVAVVIGVLAIMFSLTFLLLIYAKFCHNTATDLLHHHNG
LHAPTGLIRSRSRFSGIDKTVIESLPFFRFSSLRGSKEGLECAVCLSKFEETETLRLLPKCKHAFHVNCVDQWLENHSSC
PLCRLKVDVDDLTTFAYSSSMRYSHTQSDIGEDPNLELFVRREPEDQGSSRFSVGSSFRKMEDVIQEGSSIQKSANISNE
DYDKQLLDNKSVPQKIKMSDVVFKNRWSDVSSADLLFLNSEMLNNPTANSNRFSTSSWPNVPSSLHEKTMKLKEDMEKKR
LFEIKIDKIGRSYSVSNTNLPSTSNTEAMSPSNNSRFLITSEKRSMSEIINLSRFVDHFGVKSRRKESPAANSATNTREE



NMKSLWSPIAKRTLELFGGGSTDRRSKQSQYSRQLSIV                                          
>Acoe_020_00525                                                                 
MGDSPTSPVIPSFSLPSPPPHKLNLSPFYYGLVVVGSTAVVLALYNLIVVGFCAHNRRQRLLQTPNQSAGFTSQNFDSIS
RPCMFSAYKYTKKEIHEQTSDIECSVCLSNFEDGEDVRKLPRCKHLFHAACIDMWLYSHSDCPLCRTVVRSPVSHNLVYS
EDNSREILRDPSNSV                                                                 
>Acoe_020_00582                                                                 
MASSVDHCKEKLKNLNLEETESEDSLKQNLQNLQKQLGKKQTFEQAVSSIKSILIHYYSSASPSLRKLIYSVVCRVATIL
QTRYTSPGFWLAGKGLFEEAQRLVTESSERKHLNTCISKSLDHLHELENQPEASPFTATRGGSYLFEGHLTVDPEPPQPH
WMVARNFLERIAESSQTERGNDETLNAFIQQLATSTGSFPDTNMEEAIEASLQLVGAKRPRPPASKDVVKKLPVINVTEE
VLMRLGSARECSVCKEDLIIDDKLQELPCKHLYHPLCLKPWLDQHNSCPDCRYELPTDDHAYEGQKERDKEDEEERKGAA
NALRGGEFMYV                                                                     
>Acoe_020_00606                                                                 
MDDNSPAASDSGSLEQLSGQIMVAAIVVLFMVIIFVLFLHLYARWFWNLHGGPAPSASDLHTTTQTHTHRPRPRPRFVFA
PTQQDPILVLHTGLEPSLLRSLPLLIFHPDDFQEKLECAVCLSELQDGEKARLLPKCNHGFHVDCIDMWFQSHITCPLCR
NIVSLDHFSKQDSTTPHYSLSLSLSLGEANSEDQYLNSIESPHFPTNVLFSANNTLLTTGSITPQDGPETSSSSSSSSSS
SSITSLPSNLQDGALVIDIPSLTTDGFSSLSPSPASRLPEEEIKSPMMTRLRSLRRLLSKEKRVIIPSSPGFVDVEQGAG
GNSQSSKANSES                                                                    
>Acoe_021_00145                                                                 
MSNSTNNRSAVTERRRSGSNSDARVPNYNNFSRFPLHPPSPMRIVVPGDEMAPQVNPRLRQFIQESPPRIRGQWNMQLAS
EEGESSRLTREEQKRALKKLMKQVYNPHPKNTSSFGKLEEEQDDDEKSCAICLEDFVPKQEVLVTLCNHMFHKTCIVRWV
KSNGQCPVCRIVIGEQRLHCLSTTTTTIWLLMI                                               
>Acoe_021_00157                                                                 
MSSSTNNLPLVPGNWRSGNDSTIHAPSNYAWSRSWEAQAPGNYAWSRPYAAPRNFSYNHGIVREEDMSNSTNNGSAVTER
RRSGSNSDARVPNYSNFNRSPHPTRQQPSRPHEITGGAQDPWRLFEDRVRTGPYGLDGFPLHPLSPMQIVVLGDEMAPQV
NPRLRQFIQESPPRIRGQWNMQLASEEEESSRLTREEQKRALTKLKKQVYNPYPKSRNKSWRLYYRDTSSFGKLEEEQDD
DEKSCAICLEDFVPKQEVLVTPCNHMFHETCIVRWVKSNGQCPVCRFVIGEHRRQTPLPLNNNNNNNNNNNNNNNLAAND
LMAVDLMSLIRAMEEAFEWVHVPQ                                                        
>Acoe_022_00102                                                                 
MEIEVLKDKLVDVKANIEKKESFLEALASFKELLLHEYEKSPLLIQELMFTIILRVGIILQSRYTSDVCLEAGLEIFRNA
WNVVSEKEKPDLYIWIKKLDGILNYNPKTFDSASSNYLFDGHLTVDPEPPCPGWMVVRDVFDHTCNYRVRRFHQFVDVVQ
ADSQAIDYGRPPASRVVVTTLPVISLTEEHLSRLGCGSECAVCREELIIEDMMQELPCRHLFHPACLQPWLELHNSCPMC
RYELPTDDIRYECQKEKDKETREECKRRDNALISEYMYV                                         
>Acoe_023_00048                                                                 
MGRKRGNLSLNQNRKRRKLLSDDSDEDYVFNENENDEDDEEFNDLKGFLASDDDEEQYVSEEDSLNYGVLSVSSDEGKKK
KKVVRSSKVSKSRIDDDDNLERKETRVRRLVKRNKVSDDDDFCDEDDKDDEEFNPDEIDWVDEEEDLQVRTRKHVSSVTK
SQNRKRKSKVVNKSVRKKRKKVVVERTLSTDDDFDVDFKFVRPRSKKKSKRRRNTNVVEDSDSDGACSEPSDCKYTISDE
EKELLREANNFVGTSSTALRNSSLSKRRLLVHGDSKCQQLRPVRIKGKEMVTNQEDTGKQVCGICFSEEGAGIVRGTLDC
CSHYFCFACIMEWSKVESRCPLCKQRFVTIKKHTSSSLGIHLRNLVIEIPRRDQVYQPSEEEVRGYLDPYDGVVCIECHL
GGDDSLMLLCDICDSPAHTFCVGLGREVPEGNWYCQGCRISNSGPADVQVQDLSQGTYTSGLPYYVSSQRSNVEHSDATP
HLSVSASDPTLMHEYGVHPSPRYPVGDDVHLPSPTGLGVSTLSDRRMIQRRIRSLMSNNIMGQRTEMAARTDDGNVGSEV
IADSEDEQINKSISQHA                                                               
>Acoe_023_00119                                                                 
MWPSASSSSSSSASSYLLHGLSSRRLLLHTPLYTTDKAASPNPSVGHTPEPYIGDSSFDANIVMILSVLLCALICALGLN
SIIRCALRCSSRVALDSNNSSSARLANTGVKRKALKRFPTIIYSADLKLPGLDNECSICLSEFTLGERLRVLPKCNHGFH
VRCIDKWLISHSSCPTCRHCLIDTCQKIIGCSQASTSTPSPPLQGSIAPLEPEGLIRSYRGTC                 
>Acoe_023_00120                                                                 
MWPSASSSPSSSASSYLLHGLSSRRLLLHTPLIYSTDKAAAPPNPSGSHTPEPYIGDSSFHANIVMILSVLLCALICALG
LNIIIRCALRCSSRVTLHSNDSSSTILANTGVKRKALKRFPTIIYSEDLKLPGLDKECSICLSEFTLGERLRVLPKCNHG
FHVRCIDKWLISHSSCPTCRHCLIETCQKVIGYSGQASTSTPSPPLQGGIMPLEPEGLICSNNRSIC             
>Acoe_024_00101                                                                 
MKCNDKWNRVMENELLITGRKLKKAAVSHMDGYSGKRPGGGFGIAGKGSGLSLRDGSNHDDRSVHCNRLVCSNRKNFSKS
PQVGNSDRDKPSSSFRTNGKALMGSSSKAYSSVNNFRKVSLESQGPSSHKETLSADTNIHLEKVSSESSSSTEKFQMKVP
AAKDAESGLRDGSLNTYDEVQSYSLTSSSRSQKQIHKLSGQSIQEISLGSSTRHSFGPRNTGHAAKNVSHGPGFSLSRSS
SSMPHSNRYGLRNLGCTSISDVVPPSWSSPDSNHNGKTEMVRRSPDRDCSSAKGKTIGATSTAGNSGNRKSSLGGRSLSL
WERPAQPTSRRTRCWVPSRNGVTSVRTRRSINEDNRSRVSEHGNNNSTLRFESPIVIPQPHQSDLSLNQSNSSSSLQSVP
ELPAVGQNLCVQVGGRNESVGNSPNPHPQDGSARQFSGISIDRDGYRRYNRDGIAEVLHALERIEHDEELTYEQLLVLET
NLFLSGLGFRDQHREMRLDIDNMSYEELLALGEKMGTVSTGLTEEQLSNCLKRSFFMPELLTVRIGGGSDDVKCSVCQEE
YAERDEVGTLRCDHHYHLVCIHQWLRLKNWCPICKAPAADS                                       
>Acoe_025_00289                                                                 
MAIVISVALLFVGIGVLVLIHICIVGRAFRRGFNAGNSMVERRENRCNSMSQDDVEMLPCFAYRAEEKGSSSSADCAVCL
ENFRIGEKCRLLPICKHSFHAECVDSWLLKAPICPICRTNASAQKNSMVLSGEEDSHFNEHGLQFRERQPVVNETQLSTN
ISPLHNHPLESAV                                                                   



>Acoe_025_00320                                                                 
MAIQGVDFKWYDGFFLSMLATSAIIVSFNWSRYHLCTHPLHIWIMVDYTCVFVFRLLMFVDNGLAAGMGLDLGSQQRFTC
FCGRIVVLSILSLLLYPLLWTWTVIGTLWFISARSCLPEEGQKWAFLIWLFFSYCILVSIAWNSVRKWMIRRKAHLHRAQ
QGIPISEFGVLVDIIRVPEWTFEAAALEMRGIAQDTTTYHPGFYLTTTQREAVESLIQELPKFRLKAVPIDCNECPICLE
DFCVGNEIRGLPCAHNFHVECIDKWLSLNVKCPRCRCSVFPNFDINALSNQQAGADVQSANVVTTTRYVHTQPSSQSYLL
RLHGLLRLARRESAVAGNNADMMLETAENGRLTAVQGPASTTVRMYDMMAIQGVDFKWYDGFFLSMLATSAIIVSFNWSR
YHLCTHPLHIWIMVDYTCVFVFRLLMFVDNGLAAGMGLDLGSQQRFTCFCGRIVVLSILSLLLYPLLWTWTVIGTLWFIS
ARSCLPEEGQKWAFLIWLFFSYCILVSIAWNSVRKWMIRRKAHLHRAQQGIPISEFGVLVDIIRVPEWTFEAAALEMRGI
AQDTTTYHPGFYLTTTQREAVESLIQELPKFRLKAVPIDCNECPICLEDFCIRGLPCAHNFHVECIDKWLSLNVKCPRCR
CSVFPNFDINALSNQQAGADVQSANVVTTTRYVHTQPSSQSYLLRLHGLLRLARRESAVAGNNADMMLETAENGRLTAVQ
GPASTTVRMYDMMMDSSCRCWQQVDYTCVFVFRLLMFVDNGLAAGMGLDLGSQQRFTCFCGRIVVLSILSLLLYPLLWTW
TVIGTLWFISARSCLPEEGQKWAFLIWLFFSYCILVSIAWNSVRKWMIRRKAHLHRAQQGIPISEFGVLVDIIRVPEWTF
EAAALEMRGIAQDTTTYHPGFYLTTTQREAVESLIQELPKFRLKAVPIDCNECPICLEDFCVGNEIRGLPCAHNFHVECI
DKWLSLNVKCPRCRCSVFPNFDINALSNQQAGADVQSANVVTTTRYVHTQPSSQSYLLRLHGLLRLARRESAVAGNNADM
MLETAENGRLTAVQGPASTTVRMYDMMAIQGVDFKWYDGFFLSMLATRMGLDLGSQQRFTCFCGRIVVLSILSLLLYPLL
WTWTVIGTLWFISARSCLPEEGQKWAFLIWLFFSYCILVSIAWNSVRKWMIRRKAHLHRAQQGIPISEFGVLVDIIRVPE
WTFEAAALEMRGIAQDTTTYHPGFYLTTTQREAVESLIQELPKFRLKAVPIDCNECPICLEDFCVGNEIRGLPCAHNFHV
ECIDKWLSLNVKCPRCRCSVFPNFDINALSNQQAGADVQSANVVTTTRYVHTQPSSQSYLLRLHGLLRLARRESAVAGNN
ADMMLETAENGRLTAVQGPASTTVRMYDM                                                   
>Acoe_027_00056                                                                 
MQVGVRVSSVHFVSEAYCSQVHLVMEHRQLFRTSLEFETDHDQNRSHIHSSMHQVYIAGSSGNADSGSFAFCMDNMLPGG
ENVSSNWNSALRSNEYVSSSIIPEPTYHSAPVPGPPYQAFRHPSAARSFRPVTQNYAERPSSSSYYSASPVNHYGHSNHG
YEGGSTSSATVNGRGPYSRKRPATSVIHESTGYHSVGSSSDVSIPSLDKPSSSSPRWPWEVVSVTPSNRGSSLSITEEAS
QRNVRSRSSLDLELNHPRARALSNPSRYSHSTGRLIDRPHMLDLGNLGVSANTRDWSHNHVPSDDLARIITGPCTSSHDT
NLFRLGSSGTIGSLDIDSYHHHLISSRNPVVPSHNIPSSTHIVRGGRSSHVRRAMPTCRVTHNYQRSGHVASSSERVLPS
VPESFSPSYSRPIPMIGWHDSDRSGRLRISYQRSSPLSGAADSHDRLGYMTMEHSTLYDPRNLLDQHGDMRLDVDNMSYE
ELLALEERIGNVNTGLSEDTMSKCLKERIHYPSVHIEESTCVICLEEYKSKDVVVTLANCSHDYHTGCIKKWLSMKKVCP
ICKAPVLEDGMEHRQLFRTSLEFETDHDQNRSHIHSSMHQGSSGNADSGSFAFCMDNMLPGGENVSSNWNSALRSNEYVS
SSIIPEPTYHSAPVPGPPYQAFRHPSAARSFRPVTQNYAERPSSSSYYSASPVNHYGHSNHGYEGGSTSSATVNGRGPYS
RKRPATSVIHESTGYHSVGSSSDVSIPSLDKPSSSSPRWPWEVVSVTPSNRGSSLSITEEASQRNVRSRSSLDLELNHPR
ARALSNPSRYSHSTGRLIDRPHMLDLGNLGVSANTRDWSHNHVPSDDLARIITGPCTSSHDTNLFRLGSSGTIGSLDIDS
YHHHLISSRNPVVPSHNIPSSTHIVRGGRSSHVRRAMPTCRVTHNYQRSGHVASSSERVLPSVPESFSPSYSRPIPMIGW
HDSDRSGRLRISYQRSSPLSGAADSHDRLGYMTMEHSTLYDPRNLLDQHGDMRLDVDNMSYEVRETDCVSCNSFLCKLLA
YSFWIFKQELLALEERIGNVNTGLSEDTMSKCLKERIHYPSVHIEESTCVICLEEYKSKDVVVTLANCSHDYHTGCIKKW
LSMKKVCPICKAPVLEDGMQVGVRVSSVHFVSEAYCSQVHLVMEHRQLFRTSLEFETDHDQNRSHIHSSMHQGSSGNADS
GSFAFCMDNMLPGGENVSSNWNSALRSNEYVSSSIIPEPTYHSAPVPGPPYQAFRHPSAARSFRPVTQNYAERPSSSSYY
SASPVNHYGHSNHGYEGGSTSSATVNGRGPYSRKRPATSVIHESTGYHSVGSSSDVSIPSLDKPSSSSPRWPWEVVSVTP
SNRGSSLSITEEASQRNVRSRSSLDLELNHPRARALSNPSRYSHSTGRLIDRPHMLDLGNLGVSANTRDWSHNHVPSDDL
ARIITGPCTSSHDTNLFRLGSSGTIGSLDIDSYHHHLISSRNPVVPSHNIPSSTHIVRGGRSSHVRRAMPTCRVTHNYQR
SGHVASSSERVLPSVPESFSPSYSRPIPMIGWHDSDRSGRLRISYQRSSPLSGAADSHDRLGYMTMEHSTLYDPRNLLDQ
HGDMRLDVDNMSYEELLALEERIGNVNTGLSEDTMSKCLKERIHYPSVHIEESTCVICLEEYKSKDVVVTLANCSHDYHT
GCIKKWLSMKKVCPICKAPVLEDG                                                        
>Acoe_027_00325                                                                 
MDDGDHARGVTLSRICVLLSGIASAAVVLTIYHCITVSCNRRRPRPQLEVQEEEHEQPESRLTRGLDDNSIVQLIPAYKY
DKEVGLVGEDGICAVCLCEFEVGQEVRTLPECVHSFHVPCIDMWLYSHTSCPLCRTDTTPPRAHTLQPASNSGGLMVLQS
LTPSVVSLPPLL                                                                    
>Acoe_027_00326                                                                 
MEGSNGGVSTTTTSSPSTPYSTFNLSQIHYVLIMFAFTLALVTIYHLLFMKCCPQRSNSTLLAEGMIRGRTSLSFPNWHS
IPSCVYRKDETTEIQEGCHSECSVCLCGFVDGEEIRQLPLCKHFFHSSCIDMWLYSHSDCPICRATAVISRPTNIELIEE
RDRRQDLPVSRSLV                                                                  
>Acoe_027_00391                                                                 
MSFNRLSLIDEFNRFVTLERGFHGLEPVVVANFPTKKFSDEFFSSSDETQCTVCLSEYQQKDILRILPYCGHSFHVACID
IWLQQNSTCPICRISLRESPERKHMMQPMSSSAIRFSFNMAPHDSHSYYCLYTSHGYSSRSSDNRRMEPIQEDHFASDLN
AAEAGESIAEGDNVVKDIDLGQSENKLVESPSNQMKQLERGFHGLEPVVVANFPTKKFSDEFFSSSDETQCTVCLSEYQQ
KDILRILPYCGHSFHVACIDIWLQQNSTCPICRISLRESPERKHMMQPMSSSAIRFSFNMAPHDSHSYYCLYTSHGYSSR
SSDNRRMEPIQEDHFASDLNAAEAGESIAEGDNVVKDIDLGQSENKLVESPSNQ                          
>Acoe_030_00026                                                                 
MEIGFETQFSSSASCSYRSEKVELLSEARFGDLGCTHYRRKCKIRAPCCDEIFDCRHCHNESKNSMEIDPLHRHDVPRHE
IKKVICSSCSTEQDVQQDCINCGISMGHYFCGKCNFFDDDVSKNQYHCDGCGICRTGGKENFFHCDRCGCCYASSLKDSH
RCVERAMHHNCPVCFEYLFDSMKDISVLQCGHTIHLDCLKEMEMHFQFACPVCSKSVCDMSGVWAKLDQEIASTPMPEMY
QNKMVWILCNDCGITSEVHFHIVAHKCQSCNSYNTRQTRGSPASCSSSI                               
>Acoe_031_00058                                                                 



MSKPPNLKLLSFVLQAFVMLFVITLFFLFVGIASIFIIHIFIVSRRNRRHDMSMEFDELDCFDCGVTGISPHDLKKLPSS
NYGSVLKSVETRDCAVCLEGFQEEEIFRLLPGCKHAFHINCIDFWLKKSSSCPICRRGVGSLN                 
>Acoe_031_00097                                                                 
MGGYTPKTAVNRLGFHRESRLSLKDTSNNEDRDVRCCNRLGCSTRLNFVKNSQGGTLDRAKNSKPSFRFTSGKSLKESSS
IPSKVSNSKKHHDEHKNLSSHKESETSNIPVQTKVSDSILSTVRSRTKPFEEDDVKSGVLKDASVNILEEVEGKLEILNA
KSRTRFPGQTGIGNQNSSFGSPKLSSASRRATEPANSTSHGHGRFKKLGCASVSDVLPSGCTASHLSRSTRSEVAKKRSD
GECSSSNGKIRSGSLRGRSSSTRSSFSSSRFALPERALAQQSSKRTKKHTVSRNDVASVSSQTTTSGDNRGTAFRHQKGN
RTSLHVPRNELLSTSVSPPPTSLQLSLTTQQNSFSRPCGNHEIFHSYLTAHTEGDASHPLHALPIDQDDFQSFTTDGIAQ
VLSALERIQQDEELTYEQRLLLESNLFLDGYSFLDQHRDLRLDIEDMSYEELLDLEEKMGSVSIGLTEEALSNCLKRSLY
KPFYSRSESCANDDAKCSICQEEYGDGDEVGNLACDHGYHMVCIHQWLQQKNSCPICKAPATHLMGGYTPKTAVNRLGFH
RESRLSLKDTSNNEDRDVRCCNRLGCSTRLNFVKNSQGGTLDRAKNSKPSFRFTSGKSLKESSSIPSKVSNSKKHHDEHK
NLSSHKESETSNIPVQTKVSDSILSTVRSRTKPFEEDDVKSGVLKDASVNILEEVEGKLEILNAKSRTRFPGQTGIGNQN
SSFGSPKLSSASRRATEPANSTSHGHGRFKKLGCASVSDVLPSGCTASHLSRSTRSEVAKKRSDGECSSSNGKIRSGSLR
GRSSSTRSSFSSSRFALPERALAQQSSKRTKKHTVSRNDVASVSSQTTTSGDNRGTAFRHQKGNRTSLHVPRNELLSTSV
SPPPTSLQLSLTTQQNSFSRPCGNHEIFHSYLTAHTEGDASHPLHALPIDQDDFQSFTTDGIAQVLSALERIQQDEELTY
EQRLLLESNLFLDGYSFLDQHRDLRLDIEDMSYEVCYFILTYRNLFNLDNIFFYIYF                       
>Acoe_034_00379                                                                 
MESNLYHYELQALPPMRSQHQEIYTTHQSHSSSQASFPILALAIIGILTTAFLLVGYYVFAIKCCLNSHRIDIFSPFFIS
RSRRRGEALIVYASSATENRGLDELAIRSIPILHFNKTELQVDQRDLFECAVCLNEFQDEEKLRMLPSCTHIFHIDCIDI
WLQNNANCPLCRSSISISTPQPPSTNHTFSPTSPHEQSVISGDQDFVVIEVRNGADQVEQATHRRQETANSDISSISPSP
RKTEQKVGNKKAMKFNHVSSMGDECINVRAKDDQFSVQPIRRSISMDSSADRQLFLSIQEIIQHNRNLNEVNSSEDCSSS
SSTTSISKLRRSSFFSFGHGRGSRSASVLPIQFEQEN                                           
>Acoe_035_00002                                                                 
MCEDEEIEEGEEEEEDMHEDVDDDEVLREPLDMYEQNGSYGFSLASANLIEKLKRYGIYHQTDQDACCSICKEEFLQDSQ
VGEMPCSRVFHYPCIVQWLLIQNSYPLCRSKID                                               
>Acoe_035_00058                                                                 
MSSTAGNTGGGGGTNQQQYFCYQCNRTVLITTSPTSDLVCPSCDGGFLEEYENPNPNPPNPNPLNSIFSALFAPDSPPHH
HHHHGGAGGGGGGGGGSPYVFSSSSSSGAAGSMDINQDPFAELAALFGSQISRRSSSASAVGPEPDPFNPFQFLTNYLQT
IRPGGANIQFVFENNNNNPTEIGVGFGGLGAGTGGFRFPASFGDYVIGPGLEQIIQQLAENDPNRYGTPPASKSVVQGLP
DVKITNELLKSDSSQCAVCKDEFELGMDAKQMPCKHIYHPDCILPWLELHNSCPVCRYELPTDDPDYENRTEGSQSGSAN
QQPPITVDLGALGSNTNAGVGVSGGGGTAAAGATQDNSPSARSRGFTISFGWPFRGRSGASAETSNSGVGGNSGNNNNSG
GSNSGNQGNPNFGNETMDESLD                                                          
>Acoe_036_00094                                                                 
MVMKTVFTFFFHLINLRKSSSKETSDLIYETYVPKRIAKDIDTELALAVGAAASHEVESCSVCLSRLREGDEIRTLPCFH
VFHRMCVDHWLNLFRKTCPLCRFSIEGESTHKKNELTEEMALWFSSFHVAGF                            
>Acoe_036_00113                                                                 
MKKTTPITSILSGLVFCITLLFTLLRSVSSLRPLRERSQSWGDEWLFTRRDDDLGPYNAWNITGTYRGTWNYRESVNGSS
RFPDLEKSDGIAVFELASTPTKITGVHYVQGVIIFHDVFDNRDAGVGAAQMRIEGVYIWPFRQLRMVVNSAKDGEPSQED
DYILSNPYHLLGVFSSQVFQESPREKIWMRKNSPTYDMEKHCNVEIAAQVSRVPSTQYDGDQERYQLEGLMESSSVDDDG
DCFAPMLLNATSVNIEVYYNKAVNYTLMVTFISFLQVLLLIRQMEHSNTQSGAAKVSIIMIGQQAIMDAYLCLLHLTAGI
LVESLFNAFATAAFFKFVVFSIFEMRYLLAIWKANRPMINGEGWEAMRRELSVLYSRFYGILLGGILLMYELHNFLRPIL
LIMYSFWIPQIVTNVIRDSRKPLHPYYILGMTITRLAIPLYVFGCPNNFMRIENDKNWCICLGVFMGLQAVILLSQHYLG
SRWFIPHQILPEKYSYYRRFDHDTSHVTDCVICMTAIDLSQRSNECMVTPCDHFFHSGCLQRWMDIKMECPTCRRPLPPA
>Acoe_037_00069                                                                 
MASEEEEEVLIEVEAVEAVYGEDCKIIQRFPPHIQLHIKPRTADDSSQQFVEAILELRAGSQYPKEPPHIGMIDSKGLDE
VRQAHLITSIQEKVDELSSCLMLVALCEEAVHVLSHMNHPDGDCPLCLYPLVKEDVHGNSWPFMKLMSCYHCFHSKCIIK
WWNWLQQQSESDSNISNATATSSSNLGSRRGLHGAVKNQRSCPVCRKVFQATDIEHVLSLVQTYTSELSLEETETDDDEE
LQHSELENSRRKEFDALLKLQEENNGLIEPKKIQVLLPGVFLPNPVTPPTVSTKVSAELQQSEQTSTTNTHTSETGPSRP
YSKASTSSRNNFGQRKNKMRNPRTQNKQWAKKES                                              
>Acoe_041_00040                                                                 
MATPLTGLQHRDGGGGVALMGGPLNNPVESSSSSSSNTTTTVSSSIASSSSSSSSPSCLKNSALKSPILIFLFFHKAIRS
ELDGLHRAAMVVATEPDGNIQPLVQRYHFFREIYKHHCNAEDEVIFPALDIRVKNVARTYSLEHQGESALFDQLFELLNS
NMQDDEGFRRELASCTGALKTSVNQHMSKEEEQVFPLLIEKFSFEEQASLVWQFLCSIPVNMMAEFLPWLSSSVSPDEHP
DMLKCLCKIVPNEKLLQQVIFTWMDGKSVSGGHRRNVFSCCKSSGDGISMEQTEKGRCGCESSNIGKRKYLDASCEVSDS
AAHPVNEILHWHRAIKRELNDIANEARKIQLSGDFSDISAFNERLQFIAEVCIFHSIAEDKVIFPAVDGELSFVQEHAEE
ESQFNKFRCLIESIQSAGANSSSAEFYTRLCSHADQIMDTIQKHFHDEEVQVLPLARNHFSPQRQRELLYQSLCVMPLKL
VERVLPWLVGLLSEEEARSFLQNMHLAAPASDTALVTLFSGWACKGRSQDLCLSSSAIGCCPVKRLTDIEEDVRSPMCAC
ASPISGKANISYVQEDEGIRPVKRGNFSGLCENNHACKPPGSVNSKKPSCRSQGCCVPGLGVNTSNLGISSLAAVKSLRS
LSFSPSAPSLNSSLFIWETESSSSNIGSTSRPIDNIFKFHKAICKDLEYLDVESGKLSGCDETFLRQFSGRFRLLWGLYR
AHSNAEDEIVFPALESRESLHNVSHSYTLDHKQEEKLFEDISSLLSELSHLHESLSKTKLSEESNQSPQADDCIRTYNEL
ATKLQGMCKSIRVTLDQHVYREELELWPLFDRHFSVEEQDKIVGRIIGTTGAEVLQSMLPWVTSALTQEEQNKMMDTWKQ
ATKNTMFSEWLNEWWKGCSDSEIATSESCISQEGTSIQESLDHSDQMFKPGWKDIFRMNQNELESEVRKVSRDPTLDPRR



KAYLIQNLMTSKWIAAQQKLPEARSGETLNDGDVPGCSPSFHDQEKQVYGCEHYKRNCKLLASCCNKLFACRFCHDDVSD
HSMDRKSTSEMMCMRCLKVQAVGPVCTTPSCNGFSMAKYYCSICKFFDDERTVYHCPFCNLCRVGRGLGIDFFHCMKCNC
CLGMKLSDHKCREKGLETNCPICCDFLFTSSAAVRALPCGHFMHSSCFQAYTCSHYTCPICSKSLGDMAVYFGMLDALLA
TEELPEEYRDRCQDILCNDCDKKGTTRFHWLYHKCGYCGSYNTRVIKSDSTDTNCSRAS                     
>Acoe_041_00093                                                                 
MAAVSVAENSSIETTEQIRFRRSRNNNNNNNNNNPTSPLPPSPQISPLLQSTRCKPTISSLFLSTFTNPTTTNNVSNLGS
NGSSTVKLKKKNFTSSTFRGLGCASSSQVTTPAVVIRSSADWQAKKVRKKKQRNSNKIKNQNQQQQQQQTIATNTISPNP
VVVLPDVWCAPGIGFATDATSIDCVVSRRPVQGRGRTDGGERLNHRERSCITRRAANLEHISILDSPDNMETSRFGSDVY
GARHHRHFRHRSPGGLAEIMMFQSSLMMGGRSDGYDRHRDWRLDVDRMSYEELLELGDKIGYVSTGLREDEILRCLRKTK
HALLGALSSRFSPDMDWKCSICQEEYTTDDEVGKLECDHSYHMCCIKQWLLQKNTCPVCKVAAASQYMAAVSVAENSSIE
TTEQIRFRRSRNNNNNNNNNNPTSPLPPSPQISPLLQSTRCKPTISSLFLSTFTNPTTTNNVSNLGSNGSSTVKLKKKNF
TSSTFRGLGCASSSQVTTPAVVIRSSADWQAKKVRKKKQRNSNKIKNQNQQQQQQQTIATNTISPNPVVVLPDVWCAPGI
GFATDATSIDCVVSRRPVQGRGRTDGGERLNHRERSCITRRAANLEHISILDSPDNMETSRFGSDVYGARHHRHFRHRSP
GGLAEIMMFQSSLMMGGRSDGYDRHRDWRLDVDRMSYELLELGDKIGYVSTGLREDEILRCLRKTKHALLGALSSRFSPD
MDWKCSICQEEYTTDDEVGKLECDHSYHMCCIKQWLLQKNTCPVCKVAAASQYMAAVSVAENSSIETTEQIRFRRSRNNN
NNNNNNNPTSPLPPSPQISPLLQSTRCKPTISSLFLSTFTNPTTTNNVSNLGSNGSSTVKLKKKNFTSSTFRGLGCASSS
QVTTPAVVIRSSADWQAKKVRKKKQRNSNKIKNQNQQQQQQQTIATNTISPNPVVVLPDVWCAPGIGFATDATSIDCVVS
RRPVQGRGRTDGGERLNHRERSCITRRAANLEHISILDSPDNMETSRFGSDVYGARHHRHFRHRSPGGLAEIMMFQSSLM
MGGRSDGYDRHRDWRLDVDRMSYEVCSLLPT                                                 
>Acoe_041_00105                                                                 
MGLYSDLNDVQSESIPLFLVILIANCVNYLRSIIVGFVESIGFSCNHRFDSIEDVVGERLLSAVGSGLASLIVVSEQSNL
NRVFGYKSVGVVGGGGIESSDDDCIVCLCKLVDGDQVRKLACRHVFHKACLDGWLFDHLNITCPLCRSPLVSDERFAVTE
RRVAGDLVSWFSMR                                                                  
>Acoe_042_00090                                                                 
MTSASELFHNRRSRIGRNNNNDTNNNELGLFSSSSSSSLDRNFPLPLHHHHHNHNRRRSRHQRRGEFSEDCDPIRRSSSH
SRHLCHREHEPVRLDHGATQFSTGNSSNTEISSGRANRLQFSRSDQLPGDVLLARERLVERLRGVSFSANRQSSRIIPGV
PGDEIVYNDDFRLVDAGDWEIETSADYLAGNAPYSDTRSSFRGFSMKRPPGLNREEVDCLNREVFTIKAIDDALLLEVGL
ECSICLDKFHEGDDLICLPCEHRFHFNCLYPWVRTCGDCPNCRAGVVIGNHQTGKASQSSP                   
>Acoe_044_00137                                                                 
MDNEPVLIAASKASIDALERIKYTTKECKEVTSCSICCEEFMTEEEIRKMPCSSAHIFHTTCIEEWLKVSHVCPICCYQM
PTE                                                                             
>Acoe_044_00140                                                                 
MVIHDHSADCEEVRPMIVDYVNSTDSELFFRFKIKQKDVNGLIGESFTELSEEEQDPIGYDVRVNIKKFVNHEILEEISE
EDDYLINLKQLVDPDILEDFIGELLVYIGNRSRHLFLDNSVERLQKNISVQVYNLIKTGGATNIYVGIKVVNMYCYDNVE
EYYQRRQALRRMNLLIRGYEDELLQRVQSASMDQPVLQIGASTASIDALEKIKYKPEECEQVTSCSVCYEEFMTEEEITK
MPCSSAHIFHTECIGKWLKINHICPICRYKMPTDE                                             
>Acoe_044_00141                                                                 
MDELIQNDSMEIDVNESVLIAASRASIDALERTKYKTEEWKDVTSCSVCCQEFTTGEEIRKMPCFRAHIFHIGCIEKWLT
VSHTCPQCRYPMPTE                                                                 
>Acoe_044_00154                                                                 
VKVNSPDNEEEIVARVQSESMEDNKKVPLGASKACIDMLERKKYEKGEHVEACIVCKDDFLTDEDIIVMPCATSHIFHEN
CIVKWLQGSHVCPFCRFELPTDD                                                         
>Acoe_045_00176                                                                 
MSNSSCKFIPLDINSNDGKLMFAAIISLLLVISFVLLLHAYARWVFVLGQSADRRRLTALSLSTTTTITTTTTGLHHHLP
TDDNNHMDLDDDEKDGLDSSIITSIPIFVHKSDGSDKCILECAICLSMFEDEDIGRHLPSCNHAFHVQCIDKWLRSHSSC
PICRALVGSKKTTEVKSIMPIDDEVIQDRTDRTHVHSHSPGNEGPALEVVIEMPPLESNSECNAHNSSPSSPPPTPPSAP
PLPQLRTGYYLKRILSMNRSENKVFPSSSNVNDMNV                                            
>Acoe_045_00178                                                                 
MASPWHYNNLDDNNFKLGGHFFLVILLVFSFVLLSTILFLFIKWTCKYRNIYPSTTTITTNNNTTITTVQSVGLDSIIID
NLPILLHHASSSLNDEEAAQCSICLSTFLDQEKVKILPGCNHTYHPDCVDKWLKTHSNCPLCRSSLLADSAVS       
>Acoe_045_00221                                                                 
MGTNYHTRRFILDKEPGMAPANGNKPHGSLSSPNSNNEANFDTNMVIILAALLCALICALGLNSIIRCALRCGRRIAFET
PDEAAARTGLKKRALRQIPIAVYGAGANIPATDCPICLGDFEDGEKVRVLPKCNHGFHVGCIDTWLVAHSSCPTCRHSLL
ERPPPSDIGVVHHEIHLSTDHGSDAS                                                      
>Acoe_049_00155                                                                 
MAGMLPGVELARRRRTNHHHHHHHHQFEFTSNSREPTTLHHHQRLEPSSSMDETALMARKRLEEKLRGFSSAPSRWSKQQ
SLKGDKSYTVAYVKETHASKRQGKQIVQLDRRNSQREVCSICLEDFQAQQQVMNLPCCHRYHSDCLLPWLSAHSHCPYCR
TKVMSSAN                                                                        
>Acoe_051_00081                                                                 
MQLLYCMLSYSTKMGERNMVCTSQIVDMEVDQQGESHLHPEHCFLLGNNPHYPHSNGYPMLSASGNASSIDLHHFPANHD
SNIYYGIGNQFTSLQHHTYATNMDLGASSNFHNPCMIPPSGSRVFSIPHVASDHLPSSSHHGIAGGGINEFGGNHHFMDS
VRSSGKRKNAEAVPGHYHQVNGLASSSSSSLGMPPLNTGMPHCEEQLEPGVCVFESSTSIPPEHRVNGVVPVTATGGRFG



RSVRSRSNTLGLQMESPMMTNPNHLVQGNYMGQAFQPASWGEQQFGSNGNEGSSSTWNYTPAIPYLNGGGVHGVSSEITS
MGGQGYPESNRNSTIFLQSSMHHHHHYYHPSPPAMQPMHAPNNYHLQPLVPSLRHPTGNTLHQGTINHSLDDSEIGSRYP
RPFPSHGLRIYRPHRSGVNQTGPANSNRPHLRFLSEDDVAILEFPGFYEVGNSVDRHRDMRLDIDDMSYEELLALGERIG
NVITGLPEETILRHLKTRLYMSSGAEDVNHETETCIVCQVEYGHQEKVGTLDCGHEYHADCIRRWLLVKNVCPICKVPAI
EDGQKTKMLSYSTKMGERNMVCTSQIVDMEVDQQGESHLHPEHCFLLGNNPHYPHSNGYPMLSASGNASSIDLHHFPANH
DSNIYYGIGNQFTSLQHHTYATNMDLGASSNFHNPCMIPPSGSRVFSIPHVASDHLPSSSHHGIAGGGINEFGGNHHFMD
SVRSSGKRKNAEAVPGHYHQVNGLASSSSSSLGMPPLNTGMPHCEEQLEPGVCVFESSTSIPPEHRVNGVVPVTATGGRF
GRSVRSRSNTLGLQMESPMMTNPNHLVQGNYMGQAFQPASWGEQQFGSNGGGVHGVSSEITSMGGQGYPESNRNSTIFLQ
SSMHHHHHYYHPSPPAMQPMHAPNNYHLQPLVPSLRHPTGNTLHQGTINHSLDDSEIGSRYPRPFPSHGLRIYRPHRSGV
NQTGPANSNRPHLRFLSEDDVAILEFPGFYEVGNSVDRHRDMRLDIDDMSYEELLALGERIGNVITGLPEETILRHLKTR
LYMSSGAEDVNHETETCIVCQVEYGHQEKVGTLDCGHEYHADCIRRWLLVKNVCPICKVPAIEDGQKTKMLSYSTKMGER
NMVCTSQIVDMEVDQQGESHLHPEHCFLLGNNPHYPHSNGYPMLSASGNASSIDLHHFPANHDSNIYYGIGNQFTSLQHH
TYATNMDLGASSNFHNPCMIPPSGSRVFSIPHVASDHLPSSSHHGIAGGGINEFGGNHHFMDSVRSSGKRKNAEAVPGHY
HQVNGLASSSSSSLGMPPLNTGMPHCEEQLEPGVCVFESSTSIPPEHRVNGVVPVTATGGRFGRSVRSRSNTLGLQMESP
MMTNPNHLVQGNYMGQAFQPASWGEQQFGSNGNEGSSSTWNYTPAIPYLNGGGVHGVSSEITSMGGQGYPESNRNSTIFL
QSSMHHHHHYYHPSPPAMQPMHAPNNYHLQPLVPSLRHPTGNTLHQGTINHSLDDSEIGSRYPRPFPSHGLRIYRPHRSG
VNQTGPANSNRPHLRFLSEDDVAILEFPGFYEVGNSVDRHRDMRLDIDDMSYEELLALGERIGNVITGLPEETILRHLKT
RLYMSSGAEDVNHETETCIVCQVITIFTFGLLHLILMLSYSTKMGERNMVCTSQIVDMEVDQQGESHLHPEHCFLLGNNP
HYPHSNGYPMLSASGNASSIDLHHFPANHDSNIYYGIGNQFTSLQHHTYATNMDLGASSNFHNPCMIPPSGSRVFSIPHV
ASDHLPSSSHHGIAGGGINEFGGNHHFMDSVRSSGKRKNAEAVPGHYHQVNGLASSSSSSLGMPPLNTGMPHCEEQLEPG
VCVFESSTSIPPEHRVNGVVPVTATGGRFGRSVRSRSNTLGLQMESPMMTNPNHLVQGNYMGQAFQPASWGEQQFGSNGN
EGSSSTWNYTPAIPYLNGGGVHGVSSEITSMGGQGYPESNRNSTIFLQSSMHHHHHYYHPSPPAMQPMHAPNNYHLQPLV
PSLRHPTGNTLHQGTINHSLDDSEIGSRYPRPFPSHGLRIYRPHRSGVNQTGPANSNRPHLRFLSEDDVAILEFPGFYEV
GNSVDRHRDMRLDIDDMSYEVKSYNYMDVCLCI                                               
>Acoe_052_00012                                                                 
MENEEDKQSSKKVTFAQLDQLETDMALAVALQQQEREFMNLMMSESDSEEDGNGSATGEEDSFEMFDDDTAYVNLEELEE
EDDSDYQDMEEDDVDPDELSYEDLIALGEIVGTENRGLPANEITHYLHPYEYKRQPNCKDVDQCVICQFEYEEEEPVVAL
GCQHAYHSECISKWLEMNKVCPICNIEVSSSQSVSDRITMENEEDKQSSKKVTFAQLDQLETDMALAVALQQQEREFMNL
MMSESDSEEDGNGSATGEEDSFEMFDDDTAYVNLEELEEEDDSDYQEDDVDPDELSYEDLIALGEIVGTENRGLPANEIT
HYLHPYEYKRQPNCKDVDQCVICQFEYEEEEPVVALGCQHAYHSECISKWLEMNKVCPICNIEVSSSQSVSDRIT     
>Acoe_052_00019                                                                 
MGFQVLEKRRRFGFGFGFGVCLKLYIFVCLMFSTVASNVVLIGQNVTVSFEDMQANFAIPVKNTGECGFLHLAEPIDACS
PLMNKIVSVEGVCPPYVLVERGRCTFEDKVRTAQNAGFEAAIIYDNVYDGRLVAMAGDSDGIKIHAVFISKASGEYLKKY
AGDIKMELWIIPSFENTAWSIMAISFISLLAMSAVLATCFFVRRHRIRRDRPRAPRVREFHGMSSRLVKAMPSLIFTAVL
EDNCTSMTCAICLEDYSVGERLRVLPCCHKFHAACVDAWLTSWRTFCPVCKRDARTSTGDPPASENTPLLSSSSMSLSSS
AALSSFRSSLASSSAIQIAQASPQSTSQSFSRDYSLSVTPFVTQSHRSYNNSPTLSQSRSSVDLRNASSQRSYGSHLLPS
QSLGYPSLSPLNSRYISPYLPSSSNASPSYVGSSSRQPYLMHCSESATSISPFASAQSLPGC                  
>Acoe_053_00116                                                                 
MGRPVEALVEDAFEIYFEQLQNYDCLEQQVHSMLQTINSDYSVFSTNNDSLVIKRTCKEIAYEAFKLNQRSESEAFRIQR
VVHLEVRNMHFYDNEQEYDNDNSLSEMEELQVEGDFAETILGLVETASMEEDTQKVQKGASRASIDALERTIFREEELKE
DEDGVTSCSVCREDFLMGEEISKMPCSSSHIFHTGCIGKWLEVSNICPLCRHQMPIDDSVSM                  
>Acoe_054_00125                                                                 
MEVLASSVVLEKKNPETISATASASASDYCEDDDACSICFEPFTSGDPASVTNCKHEYHLQCILEWSQRSKECPICWQLL
VLKDSASQELLAAVEIEKSLRSRNRSSSSSLFSRTPPEDYDFEPVSYTAGSDFDEHIMQHLTAAALGRAHHFSRRQRHRS
YGLDPSQFLVFSASPNASNLQQTYTTMPVESQRAGNPSSPDSDYERNNEFTDVHDQATPYVLSPRINTGSNSTDNQHSPL
RPRVLPSQTLPRSPRRSRPSEVLTFSESLKSKFSAASARYKESITKSTRGFKEKLLARNNSVKELSKEVQREVTAGIAGV
ARMMERLDPTSKNSGSSSPVSTGAEGASNLSPNGKAVQENLITSSLDELHLETAQGTSSNSPIHVPGSHSSVPGRVEVAR
MQDVLRCHGDLN                                                                    
>Acoe_054_00136                                                                 
KKKKQHSSARLMEQKEEEDDEEEESSSVGSLNNELNPCPICLGPVNQEAYLDHKFCYNCIAHWAKYVAARNSQPQFTLRC
PYCKSDNISIVYECEGDSFQRHYINKELEKSTFFTKAHKFRLRCYYCEPGAIYNKFNVQRFWKLHRYLQPNKWLQFWLKR
EIQALTQEEDVDVVVHHILGSIESFTRQKERGPSKRTIEENREDFKALISDAARPFLIGRTKRFVDEIELFLVSCLNVEA
YDEVYAQCVEMVTSGAVHEDEEERLQEVNRQLPYLHFFDEDTDTEMEQKEEEDDEEEESSSVGSLNNELNPCPICLGPVN
QEAYLDRCFHKFCYNCIAHWAKYVAARNSQPQFTLRCPYCKSDNISIVYECEGDSFQRHYINKELEKSTFFTKAHKFRLR
CYYCEPGAIYNKFNVQRFWKLHRYLQPNKWLQFWLKREIQALTQEEDVDVVVHHILGSIESFTRQKERGPSKRTIEENRE
DFKALISDAARPFLIGRTKRFVDEIELFLVSCLNVEAYDEVYAQCVEMVTSGAVHEDEEERLQEVNRQLPYLHFFDEDTD
TE                                                                              
>Acoe_055_00087                                                                 
MGSSSAAAYDSSDELILESNNRNKQFGSSQDEFMKRNKSCRNAKLEEVEEQSTSTNRRSSFHSHNASSWYSGRLRSRFSF
IPDIFSFRLSRASSLGSSRAAGYSLFSTAITQGCPVSSNPSDPSLITDISCSDSNALIRLHAETTPDPQNDEVVSNQDLV
INNENSPALIDVENHLSSNDTEIELFESRRANRRVGAREPIERSVWFSRTLSVGRFRDRVLRRSSFTDGLFGQLQGDMEV
GDLNQEENGRQVHGRTTRTRNSDVNTETSSASTTLPQSSSSNSQDDELDTSRPREARYHDIMEHRTDFLERRRRIRSQVR



ALQRLGSRFENLSGHERSCILTGQHRSGRCTCRASNRSRNQDDDTNARASISRIVMLAEALFEVLDEIHQQSVVLSSHPS
VSSLGSIPAPKEVVDSMPVKIYAKLQKHKHEDLAQCYICLVEYEEGDCMRILPCHHEFHRTCIDKWLKEIHRVCPLCRGD
VCRSDSLPSEDFGRSSP                                                               
>Acoe_056_00084                                                                 
MSETSTSGSGGGGNVGRKPLVCVLNVPNHMTYADFCQFCASFIQHILEMRIVRNDGMEDRYSILIRFDDQQSADNFYRHF
NGSRFSSMEVEVCRILFTVDVQYTGSIEHAQTSPVSSTEQPSCPVCLERLDQDLGGILTTICNHSFHCSCISKWTDSSCP
VCRYCQQQPESSTCKVYKEGHAIRHWKETQHCYSLELDTQRVWNYVEDNYVHRLIQSKTDGKLVELNSRCIHGDDNCRIC
GCSADFGISETLLDSKVEAIVNEYNDLLRSQLESQKIYFESLLLEAREETEKEISEAVKKVIRSKVQKMQAKLDKCMKEK
KFHDDIKENLDKNVKMLKDKKEATEERERKVLRYKDEKIQVLEETLRDLMSHLEAVP                       
>Acoe_058_00213                                                                 
MSTPEVTRPLRGYNRRRKLLLVDLNVPPGETLEENTPQPTHTVVQGRGGGSGSGGSGSQTPQGREGTNTGGSGSQIPATI
DVEAIDDEVVISSPTQFAEARKKSRRSHNVSLVRNQVSRSHPGNSEEDITRLSLNSYNMRRRVPPNQTVIDCEHYIDLES
NSNAKKETVTKSQETVIKPPKEPTFSCPVCMGPLVEEASTKCGHIFCKKCIKAAISAQNKCPTCRRKLTMKDIIRVYLPT
TS                                                                              
>Acoe_059_00059                                                                 
MLFVITLFFLFVGIASIFIIHIFIVSRRNRRHDMSMEFDELDCFDCGVTGISPHDLKKLPSSNYGSVLKSVETRDCAVCL
EGFQEEEIFRLLPGCKHAFHINCIDFWLKKSSSCPICRRGVGSLNRNQGRSSYTFPVL                      
>Acoe_062_00005                                                                 
MPPRTNIRGRGPHGGPHVVFHPRDIEDYFDIEEEAEILEYDDEQVEDEEEDDDDDDDDEDDESEEEEEEEDYLPIIRTNG
RVSPNTRLNPARRIVFEDDSEPQPIQQQGQEDSKIESEGIIIRSTGESSGSGNDNEGVCCPICMESWSSEGGHQVCCLPC
GHVYGFSCIEKWIRQCKRNCAKCPQCSRKCGIKDIIKLYISRIAVVDGEQQKKVLSLHAENEFLKMKIASLQERICQEEE
EKMLKDEASCLENMCFGEMRGQTSEFIAKSNDSHGQTQFGHTSTYGGQGSLCCSLKLEEEFVVDGARVFDMDTSNRALIL
ARRLPGMGGTHVLTKMSMMYPYESETIQLPISTKAVKDLHVSPCGGKLALFASLGKKLSILSLESNNIVLTYDLPGPAWS
CSWDVNGPQHLYAGLQVQFHTMIIISRSLKLVDGTILMFDMRQTARPIESINGLSRHPIHTLHSLVQKSTTPCDAKTLLS
ASSIGPCVWNTGSARERPFLLAEMENQGVCISLAHCLSTDDIVASFRPKVQTSNDIINTQPSLSPSPTVLGRGILGSHVL
IKRVGGNCYQNLGCVSANVNDVRMLKSAIVKIENCNPMFAYGDEFTRGLSLLELPSLKSVQSLKPHQHPILDVKYAASIG
SGILGCVSEDRLQLFAATPVMPPRTNIRGRGPHGGPHVVFHPRDIEDYFDIEEEAEILEYDDEQVEDEEEDDDDDDDDED
DESEEEEEEEDYLPIIRTNGRVSPNTRLNPARRIVFEDDSEPQPIQQQGQEDSKIESEGIIIRSTGESSGSGNDNEGVCC
PICMESWSSEGGHQVCCLPCGHVYGFSCIEKWIRQCKRNCAKCPQCSRKCGIKDIIKLYISRIAVVDGEQQKKVLSLHAE
NEFLKMKIASLQERICQEEEEKMLKDEASCLENMCFGEMRGQTSEFIAKSNDSHGQTQFGHTSTYGGQGSLCCSLKLEEE
FVVDGARVFDMDTSNRALILARRLPGMGGTHVLTKMSMMYPYESETIQLPISTKAVKDLHVSPCGGKLALFASLGKKLSI
LSLESNNIVLTYDLPGPAWSCSWDVNGPQHLYAGLQDGTILMFDMRQTARPIESINGLSRHPIHTLHSLVQKSTTPCDAK
TLLSASSIGPCVWNTGSARERPFLLAEMENQGVCISLAHCLSTDDIVASFRPKVQTSNDIINTQPSLSPSPTVLGRGILG
SHVLIKRVGGNCYQNLGCVSANVNDVRMLKSAIVKIENCNPMFAYGDEFTRGLSLLELPSLKSVQSLKPHQHPILDVKYA
ASIGSGILGCVSEDRLQLFAATPVMPPRTNIRGRGPHGGPHVVFHPRDIEDYFDIEEEAEILEYDDEQVEDEEEDDDDDD
DDEDDESEEEEEEEDYLPIIRTNGRVSPNTRLNPARRIVFEDDSEPQPIQQQGQEDSKIESEGIIIRSTGESSGSGNDNE
GVCCPICMESWSSEGGHQVCCLPCGHVYGFSCIEKWIRQCKRNCAKCPQCSRKCGIKDIIKLYISRIAVVDGEQQKKVLS
LHAENEFLKMKIASLQERICQEEEEKMLKDEASCLENMCFGEMRGQTSEFIAKSNDSHGQTQFGHTSTYGGQGSLCCSLK
LEEEFVVDGARVFDMDTSNRALILARRLPGMGGTHVLTKMSMMYPYESETIQLPISTKAVKDLHVSPCGGKLALFASLGK
KLSILSLESNNIVLTYDLPGPAWSCSWDVNGPQHLYAGLQDGTILMFDMRQTARPIESINGLSRHPIHTLHSLVQKSTTP
CDAKTLLSASSIGPCVWNTGSARERPFLLAEMENQGVCISLAHCLSTDDIVASFRPKVQTSNDIINTQPSLSPSPTVLGR
GILGSHVLIKRKIATPCLHMGMNLPVD                                                     
>Acoe_069_00013                                                                 
MEFLRGFRCWVVMGFLFWGFCFSPQIIAQEESKTSPPQINFTSNQSSLLPPPPSSSSPPLLNNQNATSFRPSIAVIVAVL
TTMFSITFLLLLYAKHCKGSNGYQGNLNSTVQSSSTARRNSGIDRSVIESLPVFRFASLRGQKEGLECSVCLNRFESNEV
LRLLPKCKHAFHVECVDTWLDAHSTCPLCRYRVDPEDVLLIEVDKDFQRRSVEEQERRRSEAFTELDNRKSDEFTRRISG
RHSSAGERISNFLQILVQRPGESTQKNDSVPSCRRSVDSAISRKINETVTVGCFDRGVRKDGLLLSETAEVVAEDRENFL
RRFDHQIILSTESGSHKRWSELRPSDLLFLQSEMIISNSGRYSLSSHRQKTRVAEHQRKQQMDEENGRNVINTRCVSEIT
GLSRYANKTEKVVGPKYHRDQH                                                          
>Acoe_069_00049                                                                 
MSLSPPRVRNNGIRNYRLYWCQNCLRTVTIATMNPFQIVCPRCFGEFIYEVNVARPRLADYFTDVNESPEARLLEALSLF
LDPPSRRQNHEFNGRYWWEPEMPIPAAPRPDRRGWPWVVLQPTNPPRPTNIMPTNESPAVDPGNFFSGPGFNQLIEELTQ
NDRPGPPPAPTSAIDGMPMVKITSQHLINDSICPVCKDDFEIGTVAREMPCKHIYHSDCIVPWLQMHNSCPVCRLELQEP
VASTETVHSSRGSTNRRVRFFSSDDDEPHSEIDRVIRNRRRWRWNQLSSLWPFRGRWRYQHIGTRDNNVNTNRGANSWWR
SWFLL                                                                           
>Acoe_076_00004                                                                 
MEFNEVLVKQRLIHLQNQIEEKETFEDGITSIKVLLIDYYPCASPSLRESLYCAVCHVASTLRTKFTEREFWLLGKELFE
EAERRVADSSEKEYMKTCIARACEQLNITLDQQEVSEFAFNGQFPDDYVPPPPTLQVAHELLATLGVVAGSSQDMREDGN
TSESASVLIEDMVDNMDEVRGFQNLIASINIVASIEASLQGLAAVRPMKPPPASKEVIENLPIVTISEEMMARLGSDIEC
AVCRENLIISEEMHELPCKHLFHLLCLKPWLDKHNSCPICRHELPTDDQAYESWKEREAKRMRP                
>Acoe_091_00089                                                                 
MVEEEEQFTTTSVVASSSSSSVPLLRPRQGTPLRSNPALALLLNRASSSSSSSGRPSNMVRETAAMQLEERRSDWGYSKP



VVGLDMAWNLAFSVLSLVMLSSPLTLNEHPNTPLRLWITGYALQCIFHALLVWTEYHRRHPSPSPSPSTTTNTNSSLISR
RLEEGVGVSSSYSYSSSSSPSSSDSHDFVQEPDHHQEDNHRSSIAKRCESLNTMASFLWWILGFYWIISGGDLLFHNAPR
LYWLTVVFLAFDVFFAIFCVVLACIIGIALCCCLPCIIAILYAVAGQEGATESDLSALPKYRYQTGSVEKSIAGGGSMIP
VDGELADEQLLLPEDAECCICLSSYEDGAELHALPCSHHFHTTCIVKWLKINASCPLCKYNILKGNNGHV          
>Acoe_093_00011                                                                 
MGLYPYPPNESYSVLSIIVVNIAMAISIFKANVRWILHTVKIHLSSFESESMEYPPNTIMDEFQKQVPPIRFGSVFNCKN
FKQECLVCLIRFKRNSVINHLHCGHVFHKVCLEKWLDYSNITCPLCRTSLMPQKQEKEPQEESPELYDCY          
>Acoe_095_00052                                                                 
MFCLVFSQPRLYVATIVFYTCVVIPFSQFKRALISLMQFGTTTTSTATTTCIRHFHNEEDIPIPVVKYQELVECTSNTGR
VLDQQCSVCLVEFQTEEEVSQLSGCLHVFHKSCIASWLLRDRFTCPLCRSVFLGKCCPPNTRT                 
>Acoe_111_00025                                                                 
MEFFSYPSPVSSSSIPSQSSSSSSSLNSSFGTWVDKVRYVFNTLASAVLGNLVSAILTFSFAVVGTLLGALTGALIGQET
ESGFFRGAAVGAISGAVFSIEVFEYSLLLWNSDETGIGCLLYLVDVIASLLSGRLVRERIGPAMLNAVQSQMGAIETNFE
DSPDIFAIGGAKGLSKDSVERIPKIKITNNNRIDASGDKISCSVCLQDFQLQETVRSLPYCHHMFHLPCIDKWLIKQGSC
PLCRRDL                                                                         
>Acoe_117_00010                                                                 
MFLLYIVIFWLYEWIKECIDPTPLANVELVQGRVKLEILGRLEDFLLLSQSHEDLPFSTSDYAICLHEIERGQLLLVIPS
CHHVYHKDCIRPVMMQRSTCPLCRRKISLEDGAGKNENEVDSAI                                    
>Acoe_122_00017                                                                 
MISSGINLVMTVIGFAVSTMFIVFVCSRLVCARIQLNASRRSFPTASSNSIRSDISIFERGIHGMEPVVVATFPTKKFSD
DFFSPGEDSQCTVCLAEYQQKDILRILPYCNHYFHVTCIDIWLQQHSTCPVCRISLRSSPERKLIMQPISSTINRSYDVE
SRDLHSDHCLYTSHGHSSRISDNSRMEPIQEDQFACEQDAAEAGECSTTASIQVRIDIGHHDSEISSSRVHPIHDNPMKQ
FERGIHGMEPVVVATFPTKKFSDDFFSPGEDSQCTVCLAEYQQKDILRILPYCNHYFHVTCIDIWLQQHSTCPVCRISLR
SSPERKLIMQPISSTINRSYDVESRDLHSDHCLYTSHGHSSRISDNSRMEPIQEDQFACEQDAAEAGECSTTASIQVRID
IGHHDSEISSSRVHPIHDNP                                                            
>Bdis_1g04180                                                                   
MEEDQGVRYWCHSCEEVVVPVEPEKKCPDCDGGFVEDMGSVGFEPSANLRSDTNESDRSLFWAPLLLGMMGGSSRRSRPR
RDMMDSDSDDESRQERIRRALMDTDDEEEEEAEAEEEEEDDSDRELEDLIRRRRSGSSLVRLLQTLRSDIRGLDDIGRDR
DRERDRDRERRERERVRVAREIERERERTRERNRRRERTESLILINSNNEAIILQGTFGPADNQEDSSNTTAGVSLHDYF
LGPGLDLLLQRLADSDLNRSGTPPAKKESVAALPTVNIQEILGCTVCLEEFEMGTEAKEMPCQHKFHSHCILPWLELHSS
CPICRFQLPTEESKNPCESGSGGGTVSADGDSAESSSSDVEGTNHDGGSQPGSPMFSGLRALFADPSSSDENIPHASES*
>Bdis_1g06330                                                                   
MSSSGGPPPPPGPGRQLNPPDGNSVGMFSSDRIGGFGYGVGVSVGILLLITTITLASYFCTRAPPAIADTDAAASTRRPR
RRRPEDEDANANNSNGAEADLELGIDEATLKGYPEVVYGEAKGKKKKKPGASTTCTCCSVCLDNYGDGDVLRMLPDCGHL
FHRECVDPWLRQHPTCPVCRTSPLPSPMPTPLAEVTPLAMARPS*                                   
>Bdis_1g13620                                                                   
MGPNLALVLEIAAVVALALLIVIVAVVFSPGGACDGAGGDAAGAGRVHAADVESALGGMTLMTTYEQVAARKGKETETET
EKEEERERCALCLGEYGKGSALVRMVPACGHFFHAECGIDGWLRKRRTCPICRGRVLLLPRNRMMMPPLECPPMPPRITA
SS*                                                                             
>Bdis_1g15090                                                                   
MGSILCCLRGPDDAPGCCLCLPWPFLNNSSTTNSGATARQRADTRVAPVQGRVPLAVSAGSRQEDSMNTFRCPPRPLPYD
DPRFSHQTEHHPLVSEHEKASTQFQKPNQLGESKNVDTTSTCTADKTDGSSVKTQSGAGPKIGGTQLYVPSDSEEDCPIC
LEEYDYENPKIALECNHSYHLGCIYEWMERSQSCPVCAKVMLFNEGQ*                                
>Bdis_1g15627                                                                   
MAAAAAAATHEPEQQQHGHRNGTATTPASTIASNRWGPYSGAGDFASNMAVILAALLAALALALALHAAARYLLRRCRPR
PVEDPEKQSPPAAAEAPAPLVYSAAGTKLVGAAAAECAICLGEFVDGDAVRVMPACGHGFHARCIERWLAGGRRSSCPTC
RAPAASTLLQPRGADAGETVPS*                                                         
>Bdis_1g16820                                                                   
MVGAGGRVVLRRGKPAEEEEDDEYVVDADEEEEVEEEEYVAAACSDEDAAEEDGGDDESDADFDADEESEDEEFEIEAPR
PKKRPPRARVRRGRRRAVKPAEGEDSDDADFDVEDEGFEIDTPRPKRARSRGRKAKAENDSDADFVEEEELEVETPRPKR
PASKVRSSRGRNWKQDDESDADFDGEEEEEEEMEEDQEGDEDFAAEAPQPKRPANGLRSRGRNLKDSDADFDGQEEEDFA
VEAPQLRRPANGLRSRGRNRKQDDDSDADFDGQEEDFAVKAPQPRRPANGLRSRGRNRKQDYKSDADLNGEEEEEEEEEQ
MEDQAGDEDFEIEAPQPEQKQDNDSDVDLSGEEEEDQEGDEDFEVEAPQPKCPAHKVRSRGQKQDSDSDVDLNGEEEEVD
EEEEDFEIEMLQPERPEKVRGQVRNRKPAGSRRRRHEDDDDYEEESEDEDEDFDPEVDGEEDDEEEETEEEDEDLGDYAP
IRATKVKAKNHLVQQKPVAGRQHRKRSSGSRVSKGKRRKGTSAHRRRRKRWVVDNYEDEEEEEDEDDDFVVKDDVEEEED
YRPRKKAKIGRKTRDGLTEPVAVGESWPSVESDTSEFEFVTSDEEHSVKEAPTTEPARIKRKKGRRKRGSRSDSSSDSDY
VISEEELKDLGLPRPLETVPQLPPHPTRRTVVPRGIDGKGKEPEETLKQICGICLSEEQRATIQGVLNCCSHYFCFACIM
EWSKVESRCPLCKRRFNTITKSSVPDLGLGSRNVAIRVEKRDQVYQPTEDEMRRWLDPYENVVCIECNQGGDDNLMLLCD
ICDSSAHTFCVGLGREVPEGNWYCGGCRSSVEGPSYAQTEDRVVHHGENNMNTADSSSGSVGRALSSGIFQRPPPLNIQP
SLQGFDLNLSPIETPDEDKRAESHISAEPVSTPTGRHATVDRRRALNRRIRILLFRPRTATNPWQNGVQHDSIIPGTEQN
NQNTCPSTEVSPSCSSADFMQSQQSSSPFVQSSSNLTHCTYGGGSNFREIANAKDQLIPIVKRSIKHIYAQSPLDQTSFM
NVARRATNTVLALSGIAHNRDRVVATPFPFPSHCRHACDGREPAFLMRTVCSSCFNSFVGDVVSHIANMFS*        



>Bdis_1g17310                                                                   
MATVGWLLLLIIVFFLLLPPAALLLVVAAGRRATASRVSAHFAWPSSSAAMDARRRGRKRYASWSKAAPEQREQELRVKL
YRSSSSSSSSSSPAPVEEKVECVVCLSGVEEGDETRELACRHVFHRACLDAWLARPPATCPLCRARLSSAATPESDSDWE
EEADSDLVLLMAYVQGTGGGRGSWFWSP*                                                   
>Bdis_1g20480                                                                   
MASAENGGGDSVGAGILRLLMGMAASPGGVMMVHHVLVDGDGELFSGGLGGAPPASKAAIASLKEAPARGGSEDCAICLD
AFEAGKEMPCGHRFHGGCLERWLGVHGSCPVCRSKLPKADPAEQDGGGGGEGRRPRGALLVTYVALGGGGDQSPREEEEQ
SEQPWNIRVEDVD*                                                                  
>Bdis_1g21020                                                                   
MAVTASTVAAAATMLAAVAAIFLSFVLCFYICLCAKRSSARASSPPPPPGSGVLAHLRYLFCGSSSPATTDSSSPSSGAA
LWFYDGGLDDASMASLPKKEVSKGDAATDCAVCITELAPGDTARVLPRCGHGFHVDCVDMWLKSHSTCPLCRCPAVDSPP
LPPAPVHAPEADPDSPNFPTNVLFFGSQDDVSTGRAQPQPQLPALVTTAAAQAEAPPASGVIGLRRLLGCGGSSSPPQQQ
QDIEMGLAPGGENCAPHQAAGSS*                                                        
>Bdis_1g26380                                                                   
MAVTLSLSLVVGGLMSTLVAAVFGAAGTVLGAVVGLLSGFFFDEEDGLMQGTLLGALAGGLVSVELAGSLVRIWCGSGHG
CSVDTRVKRSVSAVLGVMALADSRSGRGDRGGGDRFQLEESSRAVVARRVAVESYIMVTKLTKEICPICLHVSTPDQLPL
LYLLLLLLLPSKEFRAGESARRLPACSHLFHSQCIDRWLPWKPQCPMCRRDVY*                          
>Bdis_1g26440                                                                   
MPRRKGNASASGSRQRRRPDSDSDGDESVPSSDDTSDFEFVADLEEAADDADDFVSDEEDVAPAPAPAPALAVPRYVYVP
PPPGQPARRRRAKARGRKKGKAADNRPPLPWEEWEEANEQWLDERIETADLEEADASHAPAALPAVPTAEPPPEVLLQLL
RFQKEWLAWALAQEASVSRGGILADEMGMGKTIQGIALVLTARQLRHPGSGPSSPPSLSLGLPIQRVGCTLVICPVVAVI
QWAQEIERHTAKGSARVLLYYGARRGSQKYDFDTYDFVVTTYSTIEADYRKHIMPLKIRCEYCDKLFYPNKMKVHLTYYC
GPDALRTEKQAKQMSKKWADKKGKGKRSGSKRKISAQEEEEDNEELGESERQSRGRSPLHSVRWERIILDEAHFIKDRRC
NTARAVFALESEYKWALSGTPLQNRVGELYSLIRFLQVFPYSNYFCKDCDCKILDTNMKKQCDCGHSSVRHFCWWNKFIA
RPILYGGPEGRRAMILLKEKVLKGIVLRRTKKGRAADLALPPKIVTLRRDSFDRNEMEFYEALYTQSCTQFDSYVDAGTL
LNNYAHIFDLLTRLRQAVDHPYLVAFSKSAELREGYKNEGNQTMESQCGICHDMAEDVVVTSCDHVFCKTCLIDYSATLG
NVSCPSCSKPLTVDLTTKSSKGKVPANLKGGKRSGILGRLQNLADFKTSTKIDALREEIRNMIEHDGSSKGIVFSQFTSF
LDLIEFSLQKSGVKCVQLNGKMNMSEKGRAIDTFINDPDCRIFLMSLKAGGVALNLTVASHVFLMDPWWNPAVESQAQDR
IHRIGQFKPIRSVRFVIKDTVEERILQLQDKKRLVFEGTVGDSPEAMSKLTEADLKFLFQN*                  
>Bdis_1g26820                                                                   
MRHAAAAGTVLRVAVVGLVVAGLALPPPAAALRPLRERVVSAGATASSGSWANEHTFFKRDDNEMSPYSWNITGTYKGSW
SFAGATNGSSRFLEFLTSKGDSVLELLSTPTKISGVHYVQGTITFHDVIDNTHDRGVAQIRLEGVYIWPFRQLRMVANSG
ADGEPLQEEDYFLSNPYHLLRIFSSQVFQDSSEEKNRRKNSLTYDMEKHCNIEIAAKVVRVSSNLNEGEHEKYRLEGLME
SPAVDDDGECFSSILLNATSLNVEAYYNKAVNYTLMVTFISFLQVLLLIRQMEHSNTQSGAAKVSILMIGQQAIMDAYLC
LLHLTAGILVESLFNAFATAAFFKFVVFSIFEMRYLLAIWKASRPLNSGEGWEIMRRELSVLYSRFYGILLGGILLMYEL
HNFLRPLLFLMYSFWIPQIVTNVIRDTRKPLHPQYILGMTATRIAIPLYIFGCPNNFMRIEPDKKWCIAVTVFMGIQAAV
LLLQHYLGSRCFIPRQILPEKYCYHRKVEDNTNQPIDCVICMTTIDLTQRTSEYMVAPCEHIFHSGCLQRWMDIKMECPT
CRRPLPPA*                                                                       
>Bdis_1g27710                                                                   
MAVNCLYVAAASTAASAAALQWWATSLLDAPREGDGGGGGDWLQTVLRSHVTVALLANLAAHVFLVLALALKTLFFVRLT
SSETRKVLEHIINYVIYKGTFLPLVVPPNSQQIILWSAWLVLLCSLKMFQSLARERLERLNASPSATPSKYFRVYSALLL
VLSTDLLWMKLCVGFCRSCNSKLFWLMLFEPLSIAFESLQSIMVHGFQLFDIWQRHLMDSGVDYLDFQKSYKQAAGSFSE
WRGKLIRNFGFVIDLISLLMSLGHYSMIFWLRGMAFHLVDAVLLLNLRALVVSFFKRIKTYIKLRKALRSLDGALPDATY
DEICTYDDECAICRGPMARAKKLSCNHLFHLPCLRSWLDQGLMEGYSCPTCRRPLFLSPQGQTRSTTAEVPNIQLIAEQL
NMGLNQQRVHGHENPVEQPNPSDTVWRGAGLDSSWAPPWSRPGMDDPSSSSAVRSVGISGVQMMMRQFAAVTDNYGHTDG
TWSLWPESMPGPSIVPSSSSSPDGASTAVLRFRGTAGTINGSMSQVNSMVDRVREVLPHMPDELIIEDLMRTNNVNATVN
NLLLMQ*                                                                         
>Bdis_1g28060                                                                   
MDHWEPSSSSSSSATAASSSNPRCRFDAVWRACGRCGAVAVEAAGWALGALLTCVFALVGSLVGIFIGACMGMSTESGMF
RGAGVGAVSGAVFSIEAVESCIEIWRSSESGKYSILFVLDIISSLFSGRIVWEKVSPALQRAVQSQMSLLSTPFIDNNDL
FETGNTGGMSRDLINKIPTIWFSDSTNSDQETDRSCCSVCLQDFGSRQFVRALPQCHHIFHVRCIDSWLQRNASCPLCRS
GVHIDHIHM*MDHWEPSSSSSSSATAASSSNPRCRFDAVWRACGRCGAVAVEAAGWALGALLTCVFALVGSLVGIFIGAC
MGMSTESGMFRGAGVGAVSGAVFSIEAVESCIEIWRSSESGKYSILFLDIISSLFSGRIVWEKVSPALQRAVQSQMSLLS
TPFIDNNDLFETGNTGGMSRDLINKIPTIWFSDSTNSDQETDRSCCSVCLQDFGSRQFVRALPQCHHIFHVRCIDSWLQR
NASCPLCRSGVHIDHIHM*MDHWEPSSSSSSSATAASSSNPRCRFDAVWRACGRCGAVAVEAAGWALGALLTCVFALVGS
LVGIFIGACMGMSTESGMFRGAGVGAVSGAVFSIEAVESCIEIWRSSESGKYSILFVLDIISSLFSGRIVWEKVSPALQR
AVQSQMSLLSTPFIDNNDLFETGNTGGMSRDLINKIPTIWFSDSTNSDQETDRSCCSVCLQVSMILTILRCILTPDNSQQ
LVS*                                                                            
>Bdis_1g28430                                                                   
MASNSPRRSGDSSPSSPLLPSPTSPTSRGAANGGGRLPSLRGAARFLRRTGSRRMMREPSVAVRETAAEHLEERQTDWAY
SKPVVVLDVLWNLAFVAVAAAVLAASLTERPAVPLRFWLAGYVLQCLLHVLCVAVEYKRRCREARSGGAGVDQDDAGDGD
LKISIVKHLESGNTMFSFIWWIIGFYWVSAGGQTLSQDAPQLYWLSIVFLAFDVFFVVFCVALACVIGIAVCCCLPCIIA



ILYAVTDQEGASEEDINNLSKYKFRTMGEADKLVAGIAAPVGGVMTECGTNPPVEHILSAEDAECCICLCPYEDGTELRE
LPCNHHFHCTCIDKWLHINATCPLCKFNIVKGNLGSEEV*                                        
>Bdis_1g30190                                                                   
MDPSGAFSRSSSNVSLSSLVRSGSGRGGANGGSRRMFSRILRGVITFIFAIAGLFLGAVTGGLIGLATESGLFRGTGIGA
ITGALVSIEVVDSSIRLWRSRRSGIWSILYVLNVIYSLLTGRLVREKVDPAVQRVVRSQMNAVDSSQFRDAPDLFEIEGT
NGMPRASIDKLPEVRITEEYNRNAVGDLSGCSVCLQDFQIGEKVRSLPDCWHVFHVPCIDGWLIKHGSCPLCRRKL*   
>Bdis_1g31500                                                                   
MAAVLIAVFAAFRFNHSAGRGTRPRAEPQPEPEPVALPPYYLFWGAVSWGCMVERAIASLPRRELKETAECAICIRELAA
GETARVLPRCGHAFHMECVDRWLGSCRANCPLCRRDVVHINDMVMPAPLRRYPRVQPGPPVPFVRNRNLN*         
>Bdis_1g32080                                                                   
MLCTLVCALGLNSVFHHCVARCCSRRLGLGAHVGIHSRGAIATTNNAGLKRGDALLALPVSTYHTAHNNKQQQQQGSAGH
CAICLSDFADGETVRALPVCGHGFHVACVDRWLVSRFSCPTCRRRLSDNVSAGGAGDGEEEGGRRAGRDNQLQVLAAV* 
>Bdis_1g33270                                                                   
MDEVVFRSRLQRHVLAPPPDVVVITDEEEEELVLGHDDDDWKEVDSEEDDEESAEDESQEASGGGEEEEYFDSDESSDDE
EEDDDEIFGGDEVLLARLRQLRPNFVPKGRFLGPAPRFATAGNTAGFMRVFATEESQQHGGGGEKQILVFYRYTRFRAAE
PESGGGGVRARGSTREHQVRFVLPHAGDAARSLAWAASALVPLIYPGRSTKQLQALWSALASQVRVPPRAARVEVLVDVG
ILRLPDCTPPGMEGMAAALQGKMLDPWPAGFVGMELRLPEPVLCGGGTEGEATDDDDDDGGGDTDCCERRSAKRRKVAAD
FAAQECAVCLEPLESDLAAWPGCSRPHVFHGGCLERSLKECETCPICRRKLYVEGA*                       
>Bdis_1g33750                                                                   
MEEDSGRSTTAVGVLRRSSGVSLRNQSNEERPHQYDNKPGNTAKLNPTKARWADNKDKPRNLRDPFHSAGSKAISASSSK
APVRKNYEEKLRRPFLVDLNKAESSNRRTDANRLQSSKKAVVEDDGHPYVQQIESEDSLSTSTTGDQPTELDPEVLDSSV
SSGNSPHAVDSVVRNTALRTKSRRQKDKEEFSLCRPQTASTSVHQPTGPRNSAIGVKTSNGAGTGVQRRGIKNLGCTSIS
DVLPSGCSSSSSVHSKRAEATRKRTSDGESSSRSRGLSGQSSLSHSPSLYPGISGPRVRTFEQSASQQTTRTSNRIIRDS
ADSARSRRPFTQHARMRMPDETEHGVFALRETTTRVRQQDWAPFSLDEVPSQRSTRPFSMQLPHAIYSSSRQDSSNRTTR
SSLSFRPEESSPQMFHGLLGEGDSYRRINMEGVAEVLLALDRIEQDDELTYEQLLVLETNLFLSGLGLHDQHRDMRMDID
NMSYEELLQLEDRIGSVSTALSEEQVAKCLDLHVYKEANSVLEVNRAVLDDIKCSICQEEYIEDEEVGRMKCEHQYHVCC
IKEWLRQKNWCPICKASALCSDMDKADT*MEEDSGRSTTAVGVLRRSSGVSLRNQSNEERPHQYDNKPGNTAKLNPTKAR
WADNKDKPRNLRDPFHSAGSKAISASSSKAPVRKNYEEKLRRPFLVDLNKAESSNRRTDANRLQSSKKAVVEDDGHPYVQ
QIESEDSLSTSTTGDQPTELDPEVLDSSVSSGNSPHAVDSVVRNTALRTKSRRQKDKEEFSLCRPQTASTSVHQPTGPRN
SAIGVKTSNGAGTGVQRRGIKNLGCTSISDVLPSGCSSSSSVHSKRAEATRKRTSDGESSSRSRGLSGQSSLSHSPSLYP
GISGPRVRTFEQSASQQTTRTSNRIIRDSADSARSRRPFTQHARMRMPDETEHGVFALRETTTRVRQQDWAPFSLDEVPS
QRSTRPFSMQLPHAIYSSSRQDSSNRTTRSSLSFRPEESSPQMFHGLLGEGDSYRRINMEGVAEVI*             
>Bdis_1g33790                                                                   
MEPSRRLLLSDYDGAIVSPLPSPTPSASATPFRPGVAVVVGILTSVFSITFLLLLYAKHCKRSAAESSGPYGSGSAGVGG
AAGGGEGRRNSGVDRAVVESLPVFRFGALRGQKAGLECAVCLGRFEPTEALRLLPKCRHGFHVECVDTWLDAHSTCPLCR
SRVDPEDVLLLPEPPKPSTTGPPDPPEQKAAAVTKEKEAALAPAPAPAPSPAWRRITGRHSTGSVRAAGKVGPTSRRSAD
LAGSFAATVGCFDAAKVRKDRVLLVEPAAAVAEPDPEAFDRRFGHRILVSTACGCDGETAPAAQQRWSDTRPSDLMFVRA
EMLVTDAAAGRYSCSAAVSSGSRGRTEISGRCLSELAGVSRLPPIAADGEPRAGARRWPGSSWWARGSPGLNGPST*   
>Bdis_1g35540                                                                   
MAGFTDELFLDIDEDGPGVLGSASYFSISETFEEEPQYTHSTVSPDFDMETLTPSPVHGSPFSFESDHDLRGLSPPRSQP
FWDCLEDELADEMDALEWEQIIDAAASATDAAPGGGGAGGTGTGGVPGGRIGADADADVFGFISERDILGVMDGIDSGDE
SIFSDESPFDFGDDGPELDNVFQSVGWEVLPVPLDEDFEVLPGHMVDVAAGGAPPAARAAVERLQVVAIRGEDAKQGCAV
CKEGITRGEFVTRLPCAHFYHGPCIGPWLAIRNSCPVCRYELPTDDPEYEQRRVRRRSAGGSTPQLGTPMQI*       
>Bdis_1g38100                                                                   
MSMESVGSSYAASADEEASTRRVANRIIRALQHQLRLLHRAGPDFFVLGATGNVYTVTLAVSPACTCPDPGAPCKHILFV
LLRVLGLSLDEACVWRHSLRPCQVARLVAAPTRADALAGPRARERFHQLWPSAAAAVKATADQRRNEAATSSGWPLDGAA
CPVCLEEMAAAPEDAQGGVAGQQVLLTCGTCRNSVHAECFARWKRSRARRAATCVVCRARWRKPSRDREQDQQRYINLSA
YMNEENDVVDMQIEDGGLCAG*                                                          
>Bdis_1g38420                                                                   
MAQYYWPPGFPYNFIPPPPPPSNIEPESSSHGRLVAGLVIGFVASLLLFTVFWSLSKGHRRSRTAQARAARAAAPLPREG
DDERQVRLRRASAASPAARLPAFTYSPSVKHNVAGGGGEEAPSTCSVCLGAFQVGETVRLLPACLHLHHVECIDPWLDAH
STCPLCRSDTQPAVDVAPRPPV*                                                         
>Bdis_1g39000                                                                   
MPGSSASTTLQYTGIGVFVAIVLLGLIYFSCSIRAGVLARRNDAATGQGVGTASPEQQRVLGLAPEDVALLPTFTYHAIS
PADRWHGGGDKAKAKPADSCAVCLDELREGALVRMLPSCKHYFHASCVDVWLLSHASCPVCRASPALAPAPEGVHLGVAP
LSPPLTQLRRCGAASKGGDTSRVDNFGASRSSSPEDISVQSFMADVLHAPSLQAPLSALAFDEFTELRQYLEHIVL*   
>Bdis_1g39010                                                                   
MLNLYPRLALAASGTFSVEEDEPQICYGIMVAFVSLLLFCVLVAVVSVARACAITSLIVLLFGLVGWFGPRGGAAAVAAA
RRNGTRQQQPSVASAAPAPTAAVRLAHRCTCGMTDAAIGTLPTFAYEATGDEGARQSCLLCAVCLEDVQAGQTIRELPPC
RHLFHVDCIDLWLHTHRTCPLCRCELPLPPPRKATSKAAAAGTETESSTNATLPPV*                       
>Bdis_1g39017                                                                   
MPDYAWQVSGVSDAGQSSVFLLALYPVLLLLVILSAFVKYVWIALALYCALMVLFSCTARFCALPEPAGSSAVDRGGLSE



AGIAAIIPAFAYDAAAASSAAVGDGGQVQCAVCLETLRSGETVRRLPVCAHTFHVGCIGMWLHSHTTCPVCRRHLEPRKS
GKMMVPPLPPV*                                                                    
>Bdis_1g39030                                                                   
MDFPWLDLPFTFLTLLLATRLAYDYYGVVAATFAGSFSLQIFLFYCFARWYRYTMDARADLQAPSTSSRQHDDDDPPVLT
PLVETTAAAGAGAAAAAGALLANRCLAFLFMVFVPLIIVVFERSQADVVAYALCLANIVVMVVWLSPTSASSSMSAAKSF
LRLSDDEDDDSGSGSGGAGAEDDKCCVCLGSMREEQALRDLPRCGHRFHDKCIGKWLKGHPTCPVCRAFAVPPPVGYTDD
SVSPV*                                                                          
>Bdis_1g39040                                                                   
LANAMASFGPTSLPGSEHQHHTNKATVIFSYTCVALTSTALFSVLFFFCYQVRNRAPVAAAGAGTGPGQGARRGSVDLAR
LPEFAYTPSAGHSARGGSGGDGAQCSVCLGTVQAGEMVRLLPLCKHLYHVECIDMWLASHDTCPVCRSEVEPPGDGEPAV
TVEQLPV*                                                                        
>Bdis_1g39055                                                                   
MHFVISPDNLLFFCSVTASVTAVFGLFSLYKRLARHEQRQQPSSIPAGVSEEEEALTAASSLLPPFMYNRLVRHSGKGNM
KASTDVGRVGATATTVTSKSFCSSECAICLGVIQVGDMVKLLPACAHIYHVDCIDLWLASHSTCLLCRFRVSDHSAASQK
TARVSSAYIIRLIFPLHRSSPSAGNVCTGLFFPLIFLNFKINMDVW*                                 
>Bdis_1g42720                                                                   
MSTKRVLCKFFVHGACLKGEYCEFSHDWRDQANNVCTFYQKGSCSYGSRCRYDHVKVSHNNPVPPPPSSSTPTRNSSLPL
PPSSTVARVVSTSLQPTSAGRPVHIGHQTNPSNQRQQISMDMLAHSESKPAWRNDFQLDSVSEDGIDWSSNRTVQNQTSK
KLADMPICSFAAAGNCPYEEECPSMHGDLCTTCGKMCLHPYRPDEREEHMKLCEKNHKRIEALKRSQEIECSVCLDRVLS
KPTAAERKFGLLSECDHPFCISCIRNWRGNSPTSGMDVNSALRACPICRKLSYYVIPSVLWYFSKEEKMEIIDNYKSKLK
SIDCKYFDFGTGTCPFGTSCFYKHAYRDGRLEEVILRHLDAEDGTTLIAKNIRLSDFLTRLHL*                
>Bdis_1g43000                                                                   
MIRLQTYTAFSLLATMSAVYYAFSSREQFYPAMVYLSTSKICFVLLLNTGLVAMCVAWQLVKRLFLGTLREAEVERLNEQ
SWREVVEILFAVTIFRQDFSVAFLAMVAALLLVKALHWLAQKRVEYIETTPSVPMLSHIRIVSFMAFLLVVDCLFLSKSL
GSLIQKREASVAIFFSFEYMILATSTVSTFVKYVFYVSDMLMEGQWEKKAVYTFYLELISDLVHLSLYMLFFIAIFLNYG
VPLHLIRELYETFRNFRIRISDYVRYRKITSNMNERFPDATTEELNASDATCIICREEMTTAKKLLCGHLFHVHCLRSWL
ERQHTCPTCRAPIIPPDNGRAASARQHGAQPGAQPAAGTGNPSSGEAPSENVNMHQAKLEAAASAASLYGRSLAYPPAST
LNRYSSPLHATSSTSQSGEASSSTGNPLAPRPFYSHGPVGSIASSRDPQISLQKAYENAIRSQIEMLHIQLQMVQQAATP
SATNNGSSKHPENE*MIRLQTYTAFSLLATMSAVYYAFSSREQFYPAMVYLSTSKICFVLLLNTGLVAMCVAWQLVKRLF
LGTLREAEVERLNEQSWREVVEILFAVTIFRQDFSVAFLAMVAALLLVKALHWLAQKRVEYIETTPSVPMLSHIRIVSFM
AFLLVVDCLFLSKSLGSLIQKREASVAIFFSFEYMILATSTVSTFVKYVFYVSDMLMEGQWEKKAVYTFYLELISDLVHL
SLYMLFFIAIFLNYGVPLHLIRELYETFRNFRIRISDYVRYRKITSNMNERFPDATTEELNASDATCIICREEMTTAKKL
LCGHLFHVHCLRSWLERQHTCPTCRAPIIPPDNGRAASARQHGAQPGAQPGTGNPSSGEAPSENVNMHQAKLEAAASAAS
LYGRSLAYPPASTLNRYSSPLHATSSTSQSGEASSSTGNPLAPRPFYSHGPVGSIASSRDPQISLQKAYENAIRSQIEML
HIQLQMVQQAATPSATNNGSSKHPENE*                                                    
>Bdis_1g43750                                                                   
MVSPSAALSIAALAAGVTLMFLVHVLVIFWALRRDRDMDDAEERGAAENGSGAGEVNKVLTADELDTLPCYDFDASGGDC
AVCLEAFEAGDRCRRLPRCQHSFHAPCVDSWLKKSRCCPVCRADVVGGPGELKVKVVAEEGEMPRPLPLEMAERSGGSPV
ALEVVSERMQEHSRGSIPDGG*                                                          
>Bdis_1g44990                                                                   
MAEVVSSSSGSYAAAATSPSPRRLHAAFVVRDSLPYAYPPPLPPPPQVQSSGGGGGKISPAVLFIIVILAVVFFISGLLH
LLVRLLMKKQHRRRGGSASAVQGPGEADAALQRQLQQLFHLHDSGLDQAFIDALPVFSYREIVVGGGGGDKEPFDCAVCL
CEFDAEDRLRLLPLCGHAFHLNCIDTWLLSNSTCPLCRAVLFAPGLTAENNPMFDFDEGLEEGRLSEYGEDGFGLSGHKA
SEGVQTPVAEKRVFPVRLGKFKNVGTQGAVEGGNANSAVLRREEGESSSSSLDARKCFSMGTYQYVLGTSELQVALQPGK
NRNGAGGAMRARPGGISSVNADIMEGKKICARNKGESFSMSKIWQWSNLKGKLPAGSDDCSEAGSLPWMKRGGTGDKPNM
*                                                                               
>Bdis_1g45060                                                                   
MEVASAEGVSPRSPGAASEEEHRAATCLPRLVAGVLSGVLTGLFAVAGGLTGAITGALAGRASDSGVLRGAGLGAFAGAV
LSIEVLEASRAYWCADRSSPQSTSSMGDFVDQLIHARFVQEQYEPSVYMAYRWQQVGVAEFGNDDLHGILGEASSYGLSQ
DSLKKLPCHVVTDQKQEPVDENLSCPICLQDIVTGETARRLPKCSHSFHQPCVDKWLIGHGSCPVCRQDV*MEVASAEGV
SPRSPGAASEEEHRAATCLPRLVAGVLSGVLTGLFAVAGGLTGAITGALAGRASDSGVLRGAGLGAFAGAVLSIEVLEAS
RAYWCADRSSPQSTSSMGDFVDQLIHARFVQEQYEPSVYMAYRWQVGVAEFGNDDLHGILGEASSYGLSQDSLKKLPCHV
VTDQKQEPVDENLSCPICLQDIVTGETARRLPKCSHSFHQPCVDKWLIGHGSCPVCRQDV*                   
>Bdis_1g45727                                                                   
MPTTNTKPSRHALALPLLLLLLIVAGAAAQPNDWRDDRSDDDDDGRRQPPGPRARQPPPPSFSTPMVVLLVALIAVFFFI
GFFSIYIRQCGRGGASSGPAIPAAALLALSRQEQQQQQQNQLQQRNGLDPALVASFPTMTYAEARALRVRDDGKGKDDMA
VLECAVCLSEFDDDEELRLLPKCSHAFHPDCIGEWLAGHVTCPVCRCSLKPEEHEEVEPAAAAEANVSSEQQQDQDQVAI
DMNGQEEERRREEEEEATELDRIGSQRRAMRSRSGRSISRAHSTGHCHSLSLSARRPRELDLERFTLRLPEQVRREMEAE
SMRRAVARDARSARIGRSDRWQQQQQSFIARTFSSSRVLFWGAAASRRAPPDAEAGAGGVLPAGSTTTMTPAATTTGQGR
AVREKTGDGSVGSAKMGSVRFDCLGGGGAVADDDSENEAEEEKAIVRRV*                              
>Bdis_1g46110                                                                   
MSAPGVHYGLPRHRRRWRLYWCYVCRRALRTVVSSPTSDVFCPRCLGRFLHEIDLPPMPRGAPTTHPHPTPTAEHEQLLQ



PPFLPYEPPRRWIIYAGGDGAADAPRARPRRVPSPPPAPRTRRMHGADADADAGPRADIVDPSEFFTGPDLNALIEGLTQ
NDRPGPAPAPASAIDALPTVRVSPAHLSSDSQQCPVCKEEFELGEAARELPCKHAYHSECIVPWLRLHNSCPVCRQELPV
PDGGTNGDGGGVERRGGEGEEPPEPGQVLAGWGPLAWLLLLGQMGADGLEHRHGGRERGEADADDAGGNGGSSAPTILQS
FVLVAACFLFASFLL*                                                                
>Bdis_1g46750                                                                   
MSTPSAISGRDPSTTGPPPSQLAISNGVLLAAVIFLFMVVVFVFLLYLYAKRFLGANPLLQHGGTASSRFIFVGDSPFPT
RGLPAAVLRSLPVAVYGAPGESPLECAVCLSEVAAGEKVRTLPKCDHRFHVECIDMWFHSHDTCPLCRAPVGSDAGAGEL
VAAESLPRVPREDPAVVEFPMFPTNVLFWGTHDDVANTGHGFPAAPPPIAAASTSSSGSARRMENLVIDIPPRPVAVGAS
SSPLPASRMPGTAADDLRSPLSARLRSLRRLLSRGKHAVVGTSNSSPRGGDVEQGLSSRADAPRPPKTPKTPPSSN*   
>Bdis_1g46990                                                                   
MVFFIFGLLNLLVQNILRLRRARRRRLRVGDADGSPTALQGQLQQLFHLHDAGVDQAFIDALPVFLYRDIVKGAGKEEDG
GGAFDCAVCLCEFAMDDGLRLLPTCGHAFHVPCIDAWLLSHSTCPLCRRSVLADLDLAPEPSSPALLVLESEVTAMEALG
VDNEGAPKAEEDEEVVEVKLGKLRCVDGIGNGVAVETTGRSSDDNGNNGRRSLGQRRCLSMGSYEYVMDGRAALRVAIKT
PNKKLQSASRSRRRRHALSDFDFGFGNAKKLGAPAWEAAVRDQAQRR*                                
>Bdis_1g47580                                                                   
MAGMLPGVECARRRRMWQGGGGADPLAPGATRRFSFCLYAAGHGHAASAVSSGGKQRSGVMEPTMHGWALDSNAREAKQR
LDQKLRSSNRADAAIKRHHSTGSIKLSRANNGSGGGEGSNTTAAAAMGVQREVYSKKGVMRRLMRWGGRPLRWEAAEQAE
CAVCLEEFAAGDVLAHLPCGHRFHWSCALPWLQAQGASHSCPFCRAAVDQAAASS*                        
>Bdis_1g48250                                                                   
MRISPVLLFVVVILAGVVFVSGLLHLLVRLLRWHARRIRSAAVEGAADEAGTAEVGEDSAALQRQLQQLFHLHDAGLDQA
VIDALPVFAYGDAVAGGGAGAKEPFDCAVCLCEFAGDDRLRLLPPCGHAFHVDCIDTWLLSNSTCPLCRCALLDADLFDG
AEAAAGDDWRRREDQEEEEEGAVFPVRLGKFKSASRAGPVVIRDGDDPAVAAREEEDTSSGRRCYSMGSYQYVLAEASLQ
VSVHRRRGGDGAERMRGPRGISGGGGNPAGGGGEGKKIGAGSRGDSFSVSKIWQWPRNGKGKLPVLASDDSSPALQQWPR
RSVGES*                                                                         
>Bdis_1g49490                                                                   
MATVGPPGAMWRVTVHYVTSDSDEANFDGLLEFGIDDVLHDQESLYQSIMGAKTTGPSESSHYCHGESSSGTIETSAVSD
EQIAADFEYAMQLQEMEDLTIETPPNDDEQDDISCVDSPSDTDDDDDHHNDHDEEEADNDDDNDDIDPDSMTYEVCGQMQ
ELVESVGNESRGLSDELMSFLVPWKYKDRSGFFSRKTNNLDDCSICLSAFRNRERLITLPCKHNYHAGCVTKWLKIDKTC
PVCKYEVFGPS*MATVGPPGAMWRVTVHYVTSDSDEANFDGLLEFGIDDVLHDQESLYQSIMGAKTTGPSESSHYCHGES
SSGTIETSAVSDEQIAADFEYAMQLQEMEDLTIETPPNDDEQDDISCVDSPSDTDDDDDHHNDHDEEEADNDDDNDDIDP
DSMTYEQMQELVESVGNESRGLSDELMSFLVPWKYKDRSGFFSRKTNNLDDCSICLSAFRNRERLITLPCKHNYHAGCVT
KWLKIDKTCPVCKYEVFGPS*MATVGPPGAMWRVTVHYVTSDSDEANFDGLLEFGIDDVLHDQESLYQSIMGAKTTGPSE
SSHYCHGESSSGTIETSAVSDEQIAADFEYAMQLQEMEDLTIETPPNDDEQDDISCVDSPSDTDDDDDHHNDHDEEEADN
DDDNDDIDPDSMTYEELVESVGNESRGLSDELMSFLVPWKYKDRSGFFSRKTNNLDDCSICLSAFRNRERLITLPCKHNY
HAGCVTKWLKIDKTCPVCKYEVFGPS*                                                     
>Bdis_1g51050                                                                   
MDTVLDHDRLYEDEEQAEEAMAMLLDDHADYLYEDDEQEPLQEEDAMDIALDDELQEGHGGASFAQFDAALDDLFATELQ
QREPRRRRFVVPDLNLPPPAEEDDDDDLASALKDTAAPHGSACPICLLDDEEDDMAGACGAWKETACGHKFHGRCISKWL
RDNGSCPMCRRQLVPERKTTAAEDLAWVDLLLSRGEELIARFSSLQSSIHLLIS*                         
>Bdis_1g51897                                                                   
MPRLLLHLLSLLCRLSSWLLRLTGALDVDYNYINHHPAGADADDHHQMREELLDAHSPAVRFDALPLVSSSPGEILLPEG
CAVCLADFHGAARVRRPRGCRHVFHRACLDRWAGHGRGTCPLCRAPLLPPPATGH*                        
>Bdis_1g52440                                                                   
MSSSSSAAAQQHQRYYCHQCDRTISIPRPASLDADVLCPHCSGGFVEELLQEQPNPSPPTPPPPTHPFFPFSSASFLDLR
HPSDLAGVLGPQSPSAPRANHFDVTDFLHGHLGGILSGGATIQIVLEGSSAGPFGLSGLAGAGAGGINLGDYFMGSGLEQ
LIQQLAENDPNRYGTPPAAKSAVAALPDVAVSATMMAADGGAQCAVCMDDFELGASAKQLPCKHVFHKDCILPWLDLHSS
CPVCRHELPTDEPDHDRRQGDQRAAAASAAAAAAAAAEASPGTPSPRVAERRFRISLPWPLRAALGGQVESSDPSGQDAS
GSNNNDASGAPRSYDDLD*                                                             
>Bdis_1g55940                                                                   
MAVTRESAEAAASMLAVAFGLLGIYVICFRIFTRNYRRAAGAGREIRGAAAAPPIFIFEGLDETSIALLPRRKVAMAADC
VVCIEKLAKGTTARLMPRCGHMFHMECVDTWLRSQATCPLCRRPVVDDRVVVVLPPPSVNAEPPIQGSIAAAVELHRRYR
QTATAA*                                                                         
>Bdis_1g56990                                                                   
MEEKAAKMEKLSSAAAFVEGGVQDACDDACSICLEAFCDSEPSTVTGCKHEFHLQCILEWCQRSSQCPMCWQAISMKDPL
SQELLEAIEQERNVQENRSRATAVFRHPMLGHFEVPVGTDDAELEERIMQHLAAAAVARRSQRHGRREGHRSRSGAHGRT
QIVVYSTAETTSSDPVPSDSQQEVGSEHSPAIISAHRSAPVVAVNDMEEASADTSVHANTSGNHPDGSNYRISGNGSSLA
NEDGAGPSDLQSFPDTLKTRLQSVSMKYKDSITKNTRGWKERWLSRSDTISNIGSDVRREVNAGLAAVSRMMERLETRDD
NGTGPSSAASSNAPSASDTDDRRAASSSPGADDASSSATCASTRSGPQ*                               
>Bdis_1g57090                                                                   
MSTGGGGSPSPAGHGGMFGSSGAGGFGYGVVVSVGILLLLAIIAFAAFYFCCARTAPTPGAGAPRHGDEEAGGGVDEATL
EAYPTMAYGELWKKQRRRGQEETEACCPVCLESYGEAEVVRALPECGHVFHRGCVDPWLRRRATCPVCRTSPLPSPLAEV
TPLALARPSS*                                                                     



>Bdis_1g60390                                                                   
MSVTWTSVAAAATMLAVAVTVFTIFVACFYFCSKRYRRAVPSIGGGPEAVGRGRPIFVFGRGRGLDEAAIAALPQREVAE
GDPPADCAVCIAELAPGETARLLPLCGHAFHVLCVDMWLRSHSTCPLCRRAVVDEKVVVVVQQPEADPESPNFPTNVLFF
GSSAQSQAAATTSGATDPRAPPQPAQGPIAGVAAVVEAARAAAFRRLLGRRQTVTPPIPPPQADRDMEIGRLDGGEGCSH
CHVPTKPQPGS*                                                                    
>Bdis_1g60690                                                                   
MAPAPPTTTWTHLHRPFLRPLALVLATSVFRPASSQLIFTPPTAGATFAGALTPPPPPPTDGGLGGGTFNVATSILFVGV
IVALFLVGFLSAYLRRCADAATAAQRGGDANAAVAAAAAAAFSSAASRGSRRRGAAGLGTAAMEALPVLTYARARAVKAG
RGALECAVCLAEFTDDGEKLRLLPGCCHVFHAACIDVWLAAHATCPVCRADLADPAVAAAGRVLSADLAADQAVETASAD
HTVVNVETPASTPAAGEQQEEEITAEERADRYTLRLPERLRREIEDAKRLRRAVSAVTAASASSSSGRWGLPSALRTMSA
ARPSRRWSALFRALSGPHRSRSDLDGRVAPLQTHPAGDNVEVVVVRRSDDVGSETEKQYAHSLTFAGFVIDGDVASGDWN
PEVFQVSSAVLAPAPPSQP*                                                            
>Bdis_1g61080                                                                   
MEEPLMTPELVLAETARRLLDTSGFLLSSSGAGASKEAIDGLVAVETRGEEDEDEEGECAICLAADDQRKKAELPCGHRF
HRGCVGKWLRVHGTCPTCRHQLPPMSPAARNDLRYSWFLAVEDLRKKAALLGLG*                         
>Bdis_1g62350                                                                   
MSGGRQSYWCFQCRQRVRPRGREMECPYCDSGFVAEMDDVDAVMSQFVGMDTDFHRDPRFGIMEAMSAVMRHGMGGMNRD
VDVRGRPSILTDLEMEFGSGPWLLFRGQLPGHLSEDNGFDVIVNGRRGVGMRRANIADYFVGPGLDDLIEQLTHNDRRGP
PPASQSSIDAMPTVKITPRHLTGDSHCPVCKDKFELGSEAREMPCKHLYHSDCILPWLEQHNSCPVCRYELPTQGSTGAS
CSRSRSTNQNHNSSSSSNSGRAGVRQRRRNPFSFLWPFRSSSSSSSSR*                               
>Bdis_1g62490                                                                   
MDMELDADAARHGFGKMGFGCEHYRRRCRIRSPCCNDVFHCRHCHNESTKDGHELDRRAVESVICLVCDTEQPVAQLCNN
CGVCMGEYFCSACKFFDDNVDKEHYHCKDCGICRVGGKENFFHCQKCGSCYSVTLRDKHRCIENSMKNNCPICYEYMFDS
LRETSVLRCGHTMHLQCFHEMLKHDKFTCPMCSMSIFDMEKFLRALDAEIEASFSHMGKGWIVCNDCRDTTRVYPGGGMA
AAGQRKCCHCQSYNTRRVAPPVLPA*                                                      
>Bdis_1g62970                                                                   
MDDGAGGGIAPFPSPLPVAGGGHGHVKSRASSAVAAASVALILLYLFWKFLWQCRKDVAPRRDDNAASSSSSAQRPIDPE
RGENKVRMPVPASPVRVDGPSESDSGDAAEKAECAVCLVEFGHGGEAGRFVPGCGHGFHASCIEAWFRVRPTCPLCRAAV
VVPGLPEPNPGRLERS*                                                               
>Bdis_1g62980                                                                   
MSSSSEMDPLAPSSEVKFRAYAVLVAFGVAAVLAVCFWRLYRLTVSARPHDMMPVSGAAGNNKPGAPRRGDISALLPVFV
HGAEAGAVECAVCLAEMADGEKGRLLPSCGHRFHVECIDRWFRANSTCPLCRVAAFGEPNAVEAHKDGPVRVAAPAVVVL
QG*                                                                             
>Bdis_1g63000                                                                   
MATRRWLTPNAATPSTAAADPADPPPHLGWDANRSAVRVAIFGNVLVVLLFFAAVIWRLYFSGTGSTQQQQHGAVATDGE
AAASASASSSGASSPSASPRAKGLQKGDLMALPVYVHRALPDQEGKVVVECAVCICELKDGDTGRHLPACGHRFHAECVD
RWFRSHATCPLCRAVVVSGGSGDVDPKAPPG*                                                
>Bdis_1g63720                                                                   
MEEEPDAAYCRYYCHMCSLIVSPELGIQEVKCPHCDSGFVEEMLADAHAGARRTSSSADEAGARPDSSELAVSPWPPILM
DLLGVSYAGDGGSGDLTALARRHYRHLAFLQLLNAIREGDADAGADGNAAPDSGGLEQLVLVSPTDAHAMMLMEERGGGG
STNNGAVNAAGRVGPGLTLGELILGPGLDLLLEYLAETDPMSRQGPLPARKDAVAGMPTVRIREASAATCPVCLDEFAAG
AEAKEMPCKHWFHGECIVPWLEAHSSCPVCRYQLPTDEAAEPPGNGIGNGNVNSGGEVADAFGGNARGGGGDGDGGSNGR
RRWLARPFGRLFSRRSDGSSSSSR*                                                       
>Bdis_1g64740                                                                   
MGTGAGGRRRRRVEADDDDGDEEYVLEEEEDEDDEDLSASSAGEQGGGSDAEYEVDEEDEDDETPRPKRAVKDDDRARKR
KRNPAAVRSRRRRYDEDDDYSEDLEEEEEMGGHQEDLEEEEEPPRLDCATECGGRSQKEKLAPVAERSKRREEDDDMDFD
PDLDEGEEEEEEDMDFDPELEGDDEEFEGEEEEESGDSHSRKIPRIKNTVRRNSASKGGKKKKSSSKVSKRKVGSAKAKK
AAPTRRRRKRPVMEHYEDDEDFIVDDQIKVNRHSRKKGRFGRQVEVDCPEPVTEEDTWPAIDSDTSEFEFASSDEEPEDA
ELVMVEPVRVRARKGRKKRAFGSSSSSGSEFHVSDEELGDVMEEQAKRKKRTFVSGSSSDSEFHVSKELGTSRETKRKKK
PFVSGSSSHSEDKELGNVREEEAKRKKRIFISQSTSDSEFHISDKEFEVFGEGKPVEAQATPPVSPRRISFTRNGEDKGK
EKRELVDAGKPRCGICLSEDQKMTLQGVLDCCSHFFCFACIMEWSRVESRCPLCKRRFTTITKSSKVDLRLELKNSVIMV
EERDQVYQPTQEEIRRWLDPYENLVCIECNQGGDDSLMLLCDICDSSAHTYCVGLGREVPEGNWYCGGCRLSGEGSSHAR
SLANSSSAQLGATGPIGTFERSRSIDLWQGFDLNVSPREIPRQNHPAQSRASIVGLSTPSGRLATLSRRRGWIRILLDRQ
RPVVSPNVGPNGVQHSGYVPRAEPGHMNFCASAESNSWQHSSSVQRTEPNHRNLDAHSGANTSLTRLDEMQNQNSYFPSV
QAQINSTPCISVDGNNFQRTECVKSNVKDMCGISPH*                                           
>Bdis_1g66760                                                                   
MSFVFRGSRADIEAGGFPGFAPERRGMRIHAGGRTVNSNSLGFLVTVLVLIMVLSSNQMSPNFLLWLVLGVFLMATSLRM
YATCQQLQAQAQAHAAAANSLLGRTELRVHVPPTIALGARGPLQSLRLQLALLDREFDDLDYDALRALDADISPHAPSMS
EEEINTLPVFKYKFQAQQGSASARKSGDGPSVLLPSSSGSSNEKSQDAYGASKTPEDELTCSVCLEQVVVGDLLRSLPCL
HQFHVECIDPWLRQQGTCPVCKHQVSDSWRSGGNGEIVDGSYMV*MSFVFRGSRADIEAGGFPGFAPERRGMRIHAGGRT
VNSNSLGFLVTVLVLIMVLSSNQMSPNFLLWLVLGVFLMATSLRMYATCQQLQAQAQAHAAAANSLLGRTELRVHVPPTI
ALGARGPLQSLRLQLALLDHYDALRALDADISPHAPSMSEEEINTLPVFKYKFQAQQGSASARKSGDGPSVLLPSSSGSS



NEKSQDAYGASKTPEDELTCSVCLEQVVVGDLLRSLPCLHQFHVECIDPWLRQQGTCPVCKHQVSDSWRSGGNGEIVDGS
YMV*                                                                            
>Bdis_1g66780                                                                   
MASSPMSYWCYHCSRFVRVSPATVVCPDCDGGFLEQFPQPPRGGGGSGRRGAMNPVIVLRGGSLSGFELYYEDGSGDGLR
PLPGDVSHLLMGSGFHRLLDQFSRLEAAAPRPPASKAAVESMPSVTVAGGGGAHCAVCQEAFEPGAAAREMPCKHVYHQD
CILPWLSLRNSCPICRSELPAAAVPEAEADAGLTIWRLPRGGFAVGRFAGGPREQLPVVYTELDGGFSNGVGPRRVTWPE
REGQVDSGEGRIRRVFRNLFGCFGRGSRPESSSQSRSG*                                         
>Bdis_1g70460                                                                   
MQSGMEHTTGVSGRDHRIDIPRDTGPSSVSVSHSVGRENQEELNPVDRPSTRALTSALQPPAAVGPPHAGNTSGARRGDN
YGRRHRSPLNSGLWISIEVIVNVSQIVAAIVVLSLSRKEHPQAPLFEWVIGYTVGCFATLPHLYWRYIHRNIVNGENEQA
HSLQGSSQSQNNSTEPTHAASASERRRTAARNAVLANPRINALFDHFKMALDCFFAVWFVVGNVWIFGGRSSAADAPNLY
RLCIVFLTFSCIGYAMPFILCAMICCCLPCIISVMGFREDTNNTRGATSESINSLPTYKFKTKKRRHGSGNDAEGQDGGI
LAAGTDKERSLSAEDAVCCICLAKYAHNDELRELACTHCFHKECVDKWLKINALCPLCKSEIASSSGTSDTRRTDHTAIQ
VQEIEMH*                                                                        
>Bdis_1g70740                                                                   
MTSASELFTARRARAPRLSVDPDPDPDPHAEAPQLDPHGVGGRRRRRGCRSRRQLDAAGDVRQHLHTGPPPSRRRGSYTD
RILSYIDSSIIGDSAATRNRLDRLMFRTNERLPGAVLQAQARVLERLRGVSIGSSASRPSITLDEFSATDVFRIIDFGSR
ESPHEANWPSSSSVQLGSGSDEEIQTISSTSSNRSHGLSKAAFFRLQIEIFEAKKDDNREASPECSICLDGFYDGDELIR
LRCGHRFHSTCLEPWVRKCADCPYCRTNIRSRS*                                              
>Bdis_1g72000                                                                   
MARGQTTEITVLLLLFGLLFLSATRASLAQQQQSNGSSTSTSTSPSHGGRTAGGFTPTTVVVLVVLISAFVLLTLFSIYI
NRCAAHRPRRAFAAPRPRVAAAASFDAATQYSAGRPRGLDRELVEAFPTAVYGDVKSRMATNKSGPLECAVCLAEFDDAD
ELRILPACCHVFHPGCIDPWLAAAVTCPLCRADLTVTDPPAADLTTDPEIPMVQEEEEECAAAPSPVSSSFMPESETCYS
TTWRHEFTGAEGAECCYRYRRTLSAMDAAPDRHTLRLPDHVMKELAAVRRHRRAASLAEYTNAAAAERTTPGWLASFLRS
MSRQRQQSRADSGSDYAAGEEQQQQQHGGSKQIYPVAGEKPGGSGSGGGDEKKCSDVDALNRV*                
>Bdis_1g73040                                                                   
MNGSRQMELHYINTGFPYTITESFMDFFEGLTYAHADFALADAFQDQANPYWTMMQTNSYKYGYSGASNYYSYGHVYDMN
DYMHRADGGRRIWDNPTPASNTDSPNVVLQGAAEAPHPRASSTTEECIQQPVHQNSSSPQVVWQDNVDPDNMTYEELLDL
GEAVGTQSRGLSQERISSLPVTKYKCGFFSRKKTRRESRCVICQMEYRRGDLQMALPCKHVYHASCVTRWLSINKVCPVC
FAEVPSEEPSRQ*MNGSRQMELHYINTGFPYTITESFMDFFEGLTYAHADFALADAFQDQANPYWTMMQTNSYKYGYSGA
SNYYSYGHVYDMNDYMHRADGGRRIWDNPTPASNTDSPNVVLQGAAEAPHPRASSTTEECIQQPVHQNSSSPQVVWQDNV
DPDNMTYEELLDLGEAVGTQSRGLSQERISSLPVTKYKCGFFSRKKTRRERCVICQMEYRRGDLQMALPCKHVYHASCVT
RWLSINKVCPVCFAEVPSEEPSRQ*MNGSRQMELHYINTGFPYTITESFMDFFEGLTYAHADFALADAFQDQANPYWTMM
QTNSYKYGYSGASNYYSYGHVYDMNDYMHRADGGRRIWDNPTPASNTDSPNVVLQGAAEAPHPRASSTTEECIQQPVHQN
SSSPQVVWQDNVDPDNMTYEELLDLGEAVGTQSRGLSQERISSLPVTKYKCGFFSRKKTRRERLDHQCISYLLCHQF*  
>Bdis_1g75050                                                                   
MADAPAGAPPYVSPSAAFPIAIVIAIGFMVTSLILVSYYLLVVRCWLRNAGAAGGSTLLPRSRREERVSAVFFTDADAAA
AQFRGVDPDVVAALPLVKHRRARSGGGGRAAECAVCLSEFAPGERLKLLPACAHAFHVDCIDTWLYHNVSCPLCRTVVTA
AAAPLPAAATGDGHEEDDLERRIAAGVGHGGSCRFFFPKQHGEFQQEPIRRSFSMDFLPGDRGRKQPRKEEEAVVPDVAG
GSGSSGGGVAVGETSGRFRRLLSSFGLGRSSRSTVLPVLHLDP*                                    
>Bdis_1g75070                                                                   
MDYPSGPVGSPRRYPQPNKPVSHNFPPAPSATSSVPMVVIVTVVGILSAFVLLASYCAFVTKCQLLRLVLSRVGARHGAG
EPPSSSVIVRDGVASEEEQRQQMGLGLPLIRMLPVVKFTADARGRKLSVSSECGVCLSEFEEMERVRLLPACSHAFHIDC
IDTWLQGSARCPFCRADVTVPPLPVPVPAGRHGRDDDGQQLGERDSVVVEVRSGEQESRGRKSKKKESVGDEAVDTRSWK
KEEEEEEFAVQPAVRRSLSMNSATCGDRLCVSVVREFLAAQRQVCDQ*                                
>Bdis_1g75350                                                                   
MELDSGSEQYGCAHYKRRCKIRAPCCGEVFGCRHCHDDAKVETLRVTSFLPLRFWNCSARCFVCFVPAQDSLAVSVRDRH
EIPRHEIKLVICSLCNNEQEVKQDCSNCGARLGKYFCGKCNFFDDDVSKNQFHCDRCGICRTGGADNFFHCEKCGCCYSF
VLKDSHRCVDRAMHQNCPICFEYMFESARDINVLRCGHMIHVECLREMRAHRRFSCPVCLKSACDMSDAWQKLDRQVAAS
PMPAIQKKMIWILCNDCGAASEVQFHILAHKCPGCSSYNTRQTG*MELDSGSEQYGCAHYKRRCKIRAPCCGEVFGCRHC
HDDAKDSLAVSVRDRHEIPRHEIKLVICSLCNNEQEVKQDCSNCGARLGKYFCGKCNFFDDDVSKNQFHCDRCGICRTGG
ADNFFHCEKCGCCYSFVLKDSHRCVDRAMHQNCPICFEYMFESARDINVLRCGHMIHVECLREMRAHRRFSCPVCLKSAC
DMSDAWQKLDRQVAASPMPAIQKKMIWILCNDCGAASEVQFHILAHKCPGCSSYNTRQTG*MKSSWSVICSLCNNEQEVK
QDCSNCGARLGKYFCGKCNFFDDDVSKNQFHCDRCGICRTGGADNFFHCEKCGCCYSFVLKDSHRCVDRAMHQNCPICFE
YMFESARDINVLRCGHMIHVECLREMRAHRRFSCPVCLKSACDMSDAWQKLDRQVAASPMPAIQKKMIWILCNDCGAASE
VQFHILAHKCPGCSSYNTRQTG*                                                         
>Bdis_1g75600                                                                   
MATAWGRAKRALANKLCILVPERQRAIEDGSPGREASPRPSAASVPEEKVKSPSVSLRRLSMSSSGSRSSKRVCAICLGG
MRTGHGQALFTAECSHKFHFQCISSNVRHGNHICPICRAEWKELPFQGTQPADATHGRARVSPVNWAQDDGHMAVIRRLN
HSYSWNLHDHFPVFRTPEADIFNDDEHIDLQSETVDNYDAVTGSVEIKTYTEFQAIQESVTQKVFAILIHLKALKSSDSV
DSRAPLDLVTVLDVSGSMKGTKLALLKSAMSFVIQTLGPNDRLSVIAFSSTARRLFPLRRMTLIGRQQALQAVNSLVDGG
GTNIADGLKKGAKVIEHRRLKNPVCSIILLSDGQDTYTVPSPNAVRPTHSLLVPPSILPGTGNHVQIHTFGFGADHDSAA



MHSVAETSSGTFSFIENEGSIQNGFAQCIGGLLSVVVKEMQLGIECVDEGVVLTSIKSGSYTSQIDEDERNGSVDIGDLY
ADEERGFLITLCVPAAEGQTVLIKPSCTYQDTTMTENNQLYGEEVSIQRPAYCVDCKMSPEVEREWHRVQAMEDMSAARA
AAEEGAFSQAVLILEGRKRILEIQAAHSSDSQCLALITEIQDMQERVENRRRYEESGRAFMLAGLSSHSWQRATARGDST
ELTTQIHTYQTPSMVDMLQRSQTLMPSVAGMLNRSSPIVPSFSSSRPVRPTKSFSDQLASSGSSFQK*            
>Bdis_1g76530                                                                   
MASSARRLLQTNSGQFPTAGADPPDSTLAADSDVVFVLAALLCALVCFLGLAAVARCTCARRAHNNALSSSSSRADAAVK
GLEKEALRALPKLAYEDAVAAAVAARGRGPGLTAAGEEVKILAECAICLSEFAAREEIRVLPQCGHGFHAACVDAWLRKQ
PSCPSCRRVLVVVDDDTPADIDRCGRCDAASSSTSSTANY*                                       
>Bdis_1g77997                                                                   
MPSRSRGRRASPPAPTQEDDDVDFEVSYSSDEEDGEEGDDSEEGSEEEGAPGSEPGSGSDSEEEEDEEEEDEERSDADEE
VRESVGEVCGSSVQASRVPGGAPAAERGNTPTCPVCMEAWTSEGPHRISCIPCGHVYGRSCLERWLTQRGNTSTTCPQCA
RRFRRKDIINLYAPQVVVPNNDLEKQVVSCMQKVESLGEVVRKQGKMLEEIKAEKEHRSVDNGVSKRQKIAEHAGFGSSN
CCCLVLQNELLLDGARVMGIDASNQIILASRKAPGLGQEHVFTKINMLSTHQGREIQLPPGTKVVKDICILHDGSALFAS
LGRRLSLFSMMTESVVLQCDLPAPGWSCSADDSGSHHVCAGLQDGRILVFDIRQTSRPLHSMAGLSTHLVHTLHCVTDNN
GSRKVLSASAIGPCMWDPDGSQSKPYLLLQTDDQRVCFSLACAPPSSDTIVASFRPKADSSGDAAPSQVYPSQTQAASGP
GKQGQHTVVTRTPWGVTPFVEGRTCYGSVSEVRMCKSAIIPYGNNNQHLFAYGDESLRGVRTWQLPWFGMHTELRPHREP
ILDLRFVESPAGGRYLGCLSNEKLQVFRVVQNSK*                                             
>Bdis_2g01290                                                                   
MEPAAGWHYDGFDPNAPWLWLRHRLSRDFILRCEEERTRARAAAAMDGEEQYWEEEDGVDAHRDPASKKAMPMPEARETR
EQDVCAVCLEELFFSAAGGGVKKKEKLRMMPCSHSFHQSCIWDWLLVNRRCPVCRLAMPPKSLDDDEPDVSQSTEECPST
EQLFPPEETSGDI*                                                                  
>Bdis_2g04010                                                                   
MDPSSPAPPAAVAAAARAPSYWCYSCERFVRATASGGGDAEAGVVCPGCDGGFLEEMDAPPPRSRPAAFVRRRAAADPAL
RGGATELRPRRNHRRGSGASGDRSSPYNPVIVLRRSAATDPGDADDEEAAAAAGAVTSSSFELFYDDGAGSGLRPLPESM
SDFLMGSGFERLLDQLAQIEAGGFGAARPCDNPPASKAAVESMPVVVVAACHVGADSHCAVCKEPFELGAEAREMPCGHM
YHQDCILPWLALRNSCPVCRHELPTDVPRPPASDPAAAEDQGSNTGAEAGSEEETVGLTIWRLPGGGFAVGRFAGGRRAG
ERELPVVYTEVDGGFNNGPAPRRISWSSRGSRSSQRGTIRRIFHNMFACFGHAHSTTNARASSSRSEWSSVFTRGLRSRS
TSWRSQDGHADAIAR*                                                                
>Bdis_2g04197                                                                   
MTESAPPRPTSPRPPLVLQPPQPPAAVASRRYGVHFSASSFIQAPLSALLEYSGILRVEPHHAGGEGGEVSIRIVGGGEA
GESSERGEDGVVEEQEGDAGPTARAAHPSVPAPAGGEAGRESSSSYQRYDIQQVARCVEQILPFSLLLLVVFIRQHLQGF
FVTIWIAAVMFKSNDILRKQTALKGERKMLVLVGITLLFVVHVFGVYWFYKNGDLIRPLVMLPPKEIPPFWHAIFIILVN
DTLVRQTAMIVKCILLMYYKNTRGRSYRRQGQMLTIVEYFLLLYRALLPAPVWYRFFLNKEYGSLFSSLTTGLYLTFKLT
SVVEKVQSFLTALRALSHKDFHYGSYATTEQIAAAGDMCAICQEKMHAPILLRCKHVFCEDCVSEWFERERTCPLCRALV
KPADLRSFGDGSTSLFFQLF*                                                           
>Bdis_2g04970                                                                   
MDHPGNVTPRDHAIDMPRNDLTLPSTSHPDNHNDLDELNRIRGPSSEVPPVPESSSSTTGTLNFRSASFTRRDQGNRQQN
PLNSGLWISIELIVNVSQIIAAIAVLSVSRNEHPRAPLFEWVVGYIIGCVATIPHLYWRYLHRNCQNIEQEPTTQGSSQR
NISESDSFAPISSARASEVGNEDNSTGVSRNNFPIASPRVYALIACLKLALDCFFAVWFVVGNVWIFGGRSSVHDAPNLY
RLCIVFLTFGFIGYALPFILCTMICCCLPCIISMVGFHEDLDLNKGATTEVIDALVAYKYKSMRIRDGDVGEDNGGVCCI
CLSKFSNNEDLRELPCAHVFHMECIDKWLKINALCPLCKSELGGSTAAPADTATGGHQQNDSRVGDDVESQQ*       
>Bdis_2g06840                                                                   
MNAPNSWLFADNSRYSTRSRLLFMGLSFTIGILTFLIYLAIWYTCSRSRRHRQRGVADIEAAAAAAAAAAACDASGMSAA
AVAALPTFAYEAEQPAADCAVCLGQLEAGEKVRRLPKCAHLFHADCVDAWLRAHSTCPMCRAAVEGPAAAASSKKGAAAN
TDANTTPAAAAEEALPPV*                                                             
>Bdis_2g06850                                                                   
MAEAKDMHEQTTGCLPVDQSCFALSRLSKAYRSAAHDDIDPACCSTTSYLEVLGISFASLLIILFVLCMIRCYLMRRAVN
RVTVGASASASTAASTAAKKRPTGLSKAAIAALPKFEYRGTGDDEGDRWECAICLCAMADGEVARQLPGCMHLFHRACVD
MWLVAHTTCPVCRAEVVKPPPDDVKAGGPSEPARLEDGERDLEAQ*                                  
>Bdis_2g06860                                                                   
MSTDTTNTALQPGLGGVGVSPCCGTTTLLAALAGSFACCFLFIIVFLCLRFLNIRRSWARRHSTAQAPLQRQPGLPLLNK
RGLDADAIEAMMPSFPYRRDSSASTVECAVCLGAVEEGETARRLPGCGHMFHQACVDVWLLSNASCPVCRGRLADRAAAA
SASVVPVEMLDDGTVSSSSSTTTGAVPERNGWFGGRASGSGEETDLERQ*                              
>Bdis_2g06870                                                                   
MSSPGMMTNHTGAAADPYGRQQSFSGRVLLAAVVILFALTVVFVALRVLLYMCCAFGGGGSRGRGGGGLAAGIRRSMNSF
GRIGSSRRGLDASALSALPVTAYQKSTGAAGDAECAVCLSELADGDKVRELPNCGHVFHVECVDAWLRSRTTCPLCRAGA
EPETELKGNGKEEAAQSSSSSSSAAATGPPQPALSGPGGGSFIVTDLHPL*                             
>Bdis_2g06880                                                                   
MSGNSPEAGGTPAGTVEPYARHHRFSARVLLTTVLILFALTLVFVFIRLLLYAFVPRSGGRGGLGAGILRSINSFGRIGS
RRGLDASALSALPVTAYRKKESAAGASAGGGPDSDCAVCLSELTDGDKVRELPNCGHVFHVDCVDAWLRSTTTCPLCRAE
AESGAKAEAAQSSATEPPPQPALFGAGGTLIVTVDGFPDGQRAAHGETSGLRQMTLVMINQPAIAFLSSPLSISIAEVPQ
KALPIRAMSGNSPDTAGTPAGAVEGHHRFSGRVLLTTVLSILALIVVFVFIPLLLYVFGVRSAAGGRGRGRGGLAAGIRR



SMISSFGRISRRRGLDASALSALPVTAYRKKKQERRAGASAGGGGPDSDCAVCLSELADGDKVRELPNCGHVFHLECVDA
WLRSRTTCPLCRAEAESPGPMGNGEAEAAQPSATEPPPQPALFGAGGTLMA*                            
>Bdis_2g09570                                                                   
MIRLQTYAAFSLLATTTAVYYAFSSRVQFYPAVVYLSSSKICFVLLLNTGLVAMCVAWQLVKRVFLGKLREAEVERLNEQ
SWREVVEILFAVTIFRQDFSVAFLAMVAALLLVKALHWLAQKRVEYIETTPSVPMLSHLRIVSFMVFLLAVDCIFLSNSL
MSLIKNWEASVAIFFSFEYMILATSTVSTFMKYVFYVSDMLMEGQWEKKAVYTFYLELISDLVHLSLYMLFFIAIFLNYG
VPLHLIRELYETFRNFRIRVSDYVRYRKITSNMNERFPDATADELNLSDATCIICREEMTTAKKLLCGHLFHVHCLRSWL
ERQHTCPTCRAPIIPPDNGRAASARQHGAQRGVQLAAGAGTPGSGGAPSENVNMRQAKLEAAASAASLYGRSFAYPTNTL
NRYSGPRHATSNASQSGEASTSNQSQTDQSVQWKHTGDALEPEPFISYGPVVPITSNGDLENSLQKAYENAIRSQIEILQ
IQLQMVQQGATTLATDNNNADRAPDPKNE*MIRLQTYAAFSLLATTTAVYYAFSSRVQFYPAVVYLSSSKICFVLLLNTG
LVAMCVAWQLVKRVFLGKLREAEVERLNEQSWREVVEILFAVTIFRQDFSVAFLAMVAALLLVKALHWLAQKRVEYIETT
PSVPMLSHLRIVSFMVFLLAVDCIFLSNSLMSLIKNWEASVAIFFSFEYMILATSTVSTFMKYVFYVSDMLMEGQWEKKA
VYTFYLELISDLVHLSLYMLFFIAIFLNYGVPLHLIRELYETFRNFRIRVSDYVRYRKITSNMNERFPDATADELNLSDA
TCIICREEMTTAKKLLCGHLFHVHCLRSWLERQHTCPTCRAPIIPPDNGRAASARQHGAQRGVQLGAGTPGSGGAPSENV
NMRQAKLEAAASAASLYGRSFAYPTNTLNRYSGPRHATSNASQSGEASTSNQSQTDQSVQWKHTGDALEPEPFISYGPVV
PITSNGDLENSLQKAYENAIRSQIEILQIQLQMVQQGATTLATDNNNADRAPDPKNE*                      
>Bdis_2g09870                                                                   
MEVGSALATVLFAAFSLPCLLLLVVAAEAALRLASLALRGDGSSSSSSYAWPSRTAFLGYRISRPSSSAANAGSGAFHFQ
DELLLPPECLDHLAVAAYRGGGGDNGGAAEVDCVFCLSRIEEGDEVRELRCRHVFHRACLDAWLLIRPRATCPLCRDRLL
PADTPRACSASDDSDGSPLDDDDEIYPEDDDDAFAISSSSNAAAASYHHHGAALWHT*                      
>Bdis_2g10520                                                                   
MGELVVAARYWCHMCATAVSPVGAEIKCPYCSSGFLEEMETARSSMVVSTAAHGHGHGGAAFPAADNAISIWAPIIDSMV
GSGGGDHPIVRRGRRGGSNRRTVDAAMAAEDDLDSVDFSRRRRRATAFLRLLQAIRERQLQRLESLGGAHGLEAADHYGG
GPFGGRSMFAGAGAGGPVAVGEHGMGMALGDYFLGPGLDALMQQLAENDAGRQGTPPAKKEAVEALPTVEVVGAGAGDDD
GDGAATCAVCLDDYAPGECARELPCRHRFHSKCILPWLQMHSSCPDAGNDEAAESEGGVELDAEAEGNVSRLPASIQWLN
SLFTQQGQGPGPSPPSTSAAGSSSRQFEED*                                                 
>Bdis_2g11820                                                                   
MGSDDGHGPHANKADAPLIPCGSGGEDLPGHPNFPSTPKGVAKAVQTEAPSSYAIAGKVLFAAAGAFAGILLALIALHLY
NSGRRRYSRDRRRLLRSLANISGGGAAAPDSPRARGLDPAVLRALPVVVAAASSSSSSGGVGGGDDCAVCLAEFEQGEEA
RALPRCGHRFHVECIDAWFRGNSTCPLCRADVQAPAPAPGTDDAEARPAEEVRIDVVAGDAAAKGGAPAMPSDGSSRRPD
PLPSEP*                                                                         
>Bdis_2g16490                                                                   
MSHRNMAWTHQVADPESERGLIQVQPGTSNDVGSGSSFSNQGAQVGFGVPGNATNTGVRDLRSYYEGTNNQRQHVQNAYQ
SVGVDQSSVYPSTMYNPCFPMPATNRYVSHTQSVGVGNPLGVGVGNPQHSPLYHQVATGTMGESSGSSNFGDTDREFIKR
KNAVAETGHHSVHGFASSSSSAHVPQNPTHGPWNASFESHVSPNTASTDGLGRPNPMAAHPTLVHPGNYVVPAGHMATNA
ITDGVPHWGCHIAANGIAEGVPHWAFSVAHPPGQFVHRGTVGMPNGSLQDYQAGPSAIRHGPLPHFSQIPLHSMQTPALL
NHIQMQGPQRPSNAVHGVNPSGIGPTLDPRILAFSSNPGLNIGPPIHRFHTNQVNNGSLRMMPYENAASMDLSRFYEARH
VIDEHLDMGLDIDNMTYEELVALEEQIGDVNTGLAESYIRENLRLSRYVLGSDCMPDQSPEENDACIICQEEYQAKELIG
TLDCGHKYHGACIARWLMVKNLCPICKTTALPTDRRSG*                                         
>Bdis_2g17507                                                                   
MATPMAGEGPIATAIPRSPPPPAASAAAAAGGAGSAAEAPVLIFVYFHKAIRAELERLHAAAVRLATERGGDVAALERRC
RFLFSVYRHHCDAEDAVIFPALDIRVKNVAGTYSLEHKRENDLFAHLFALFQLDVHNNDGLRRELASCAGAIRTIISQHM
FKEEEQVFPLLITKFSHEEQAGLVWQFLCNIPINMMADFLPWLSSSVSPDEHQDIIDCLHEIVPQEKLLQQIVFGWFGGK
AVRTEEDFDNPCSKGSCRCENNSYQTDKHGCSHAHCKIGKRKYAESSRSLLAIHPIDEILCWHNAIRTELRDIVDETRRI
QQFGDFSNIPAFNLRLQFIADVCIFHSIAEDQVIFPAVDGEVSFEKEHAEQEQRFNKFRCLIEQIQTAGARSTVVDFYTE
LCSQADQIMEEIEEHFNNEETKVLPQARIKFSPEKQSELLYKSLCIMPLKLLEHVLPWFVSKLDDANAQSFLQNMCSAAP
SSETALVTLLSGWACKGRLKDTSNSGKFLCLTSGALNCSYDGDELNERQSFCPCSVSNNGAFSPPQLTANGSRPVKRGNH
AESSTDIKRSHCSQTTDIEEAPCNNRPCHIPGLRAESTNVGADSLASANSFRSLCYSYSAPSLYSSLFSWETDAAFSSPD
NISRPIDAIFKFHKAIRKDLEFLDVESGKLIDGDKSCLRQFVGRFRLLWGLYRAHSNAEDEIVFPALESKETLHNVSHSY
TLDHKQEEELFKDISTVLFDLSQLHDDSSHSIDETNEAGNHICSHNETYRSRKHNELVTKLQGMCKSIRVTLSNHVHREE
LELWPLFDKHFSVDDQDKIVGRIIGSTGAEVLQSMLPWVTSALSLEEQNSMLDTMKQATKNTMFDEWLNEWWTRSPSSSG
PSNETSSSPEENHFQENLDHSDQMFKPGWKDIFRMNQSELEAEIRKVSQNSTLDPRRKAYLIQNLMTSRWIAAQQKSPQP
KSEDHNGSTVIPGCFPSYRDGENQIFGCEHYKRNCKLVAACCNKLFTCRFCHDKVSDHTMERKATVEMMCMRCLKVQPVG
SNCQTPSCNGLSMAKYHCSICKFFDDERSVYHCPFCNLCRVGQGLGTDFFHCMNCNCCLGVKLIEHKCREKMLEMNCPIC
CDFLFTSSAAVRGLPCGHFMHSACFQAYTCSHYTCPICSKSLGDMTVYFGMLDGLLAAEELPPEYRDRCQDILCNDCGRK
GRSRFHWLYHKCGACGSYNTRVIKTDAADCSTSN*MATPMAGEGPIATAIPRSPPPPAASAAAAAGGAGSAAEAPVLIFV
YFHKAIRAELERLHAAAVRLATERGGDVAALERRCRFLFSVYRHHCDAEDAVIFPALDIRVKNVAGTYSLEHKRENDLFA
HLFALFQLDVHNNDGLRRELASCAGAIRTIISQHMFKEEEQVFPLLITKFSHEEQAGLVWQFLCNIPINMMADFLPWLSS
SVSPDEHQDIIDCLHEIVPQEKLLQQIVFGWFGGKAVRTEEDFDNPCSKGSCRCENNSYQTDKHGCSHAHCKIGKRKYAE
SSRSLLAIHPIDEILCWHNAIRTELRDIVDETRRIQQFGDFSNIPAFNLRLQFIADVCIFHSIAEDQVIFPAVDGEVSFE
KEHAEQEQRFNKFRCLIEQIQTAGARSTVVDFYTELCSQADQIMEEIEEHFNNEETKVLPQARIKFSPEKQSELLYKSLC
IMPLKLLEHVLPWFVSKLDDANAQSFLQNMCSAAPSSETALVTLLSGWACKGRLKDTSNSGKFLCLTSGALNCSYDGDEL



NERQSFCPCSVSNNGAFSPPQLTANGSRPVKRGNHAESSTDIKRSHCSQTTDIEEAPCNNRPCHIPGLRAESTNVGADSL
ASANSFRSLCYSYSAPSLYSSLFSWETDAAFSSPDNISRPIDAIFKFHKAIRKDLEFLDVESGKLIDGDKSCLRQFVGRF
RLLWGLYRAHSNAEDEIVFPALESKETLHNVSHSYTLDHKQEEELFKDISTVLFDLSQLHDDSSHSIDETNEAGNHICSH
NETYRSRKHNELVTKLQGMCKSIRVTLSNHVHREELELWPLFDKHFSVDDQDKIVGRIIGSTGAEVLQSMLPWVTSALSL
EEQNSMLDTMKQATKNTMFDEWLNEWWTRSPSSSGPSNETSSSPEENHFQENLDHSDQMFKPGWKDIFRMNQSELEAEIR
KVSQNSTLDPRRKAYLIQNLMTSRWIAAQQKSPQPKSEDHNGSTVIPGCFPSYRDGENQIFGCEHYKRNCKLVAACCNKL
FTCRFCHDKVSDHTMERKATVEMMCMRCLKVQPVGSNCQTPSCNGLSMAKYHCSICKFFDDERSVYHCPFCNLCRVGQGL
GTDFFHCMNCNCCLGVKLIEHKCREKMLEMNCPICCDFLFTSSAAVRGLPCGHFMHSACFQAYTCSHYTCPICSKSLGDM
TVSYTT*                                                                         
>Bdis_2g17590                                                                   
MARDGASAAAERRRVELRVLLARGGGEGSSPLPPVAEEEGEEEARRKGKQGLALLRLRGLGCASAAAAGAHAPVAAADAV
RPSAEECNNGRRRRRKGKERRSARGGVAAGGGGVASGDVWCTCTPGIPFAAEASSVDCVVARQQTAGAGRRGEAERRHRE
RTADQRARRVTMREHISSSFMDSPPRFHMPFHEADLLHSGRHRHIGGFGHSHVRTEEEIMMFRTRLLLGRMGMYDQYQDW
RLDVDNMNYEELLALEDRIGYVSTGLREDEIIRSLRMVKHSAFDHKHFPTEAEKSCSICQEEFEASEEMGRLGCGHSYHV
HCIKQWLSRKNACPVCKIAVSKT*                                                        
>Bdis_2g19210                                                                   
MSFVDSLSSLGLGYAIAIALGFLVLLASLLLASYFCFRRGVGSAASEGTVHSGRHAASSASSSGHISITVPRFVFVAEDD
SPGSSSRGAGAAAASSPVGLDPAVIASFPKTPFSRAAAGANAEAACSICLCEYREGEMQRVMPECRHAFHLMCLDAWLRR
SASCPVCRSSPIPTPAATPLSELATPLSELVPLSQYAADRRRRR*                                   
>Bdis_2g20610                                                                   
MTFDELRPLIRRFTVLNGLFNDPLPRFANAGSTAGVLRLYAEEDQEEGERRQKYILLLYRYTGFAVSRGGEVEVRRSTKL
HQLRFDVPRGGDAAEALRWAGPAMGPLVYPAAHAGPLRELWSVWASDLRVPPRAARVHLLADVVILRRRHYTLARMEQVC
ARLGRIMAEPWRGYHVAMELRLPEPVVPRRPCEDGGKGKGKEKEECPVCLEELESGLVRWPGCLQPHVFHGECLELSLKE
SDKCPVCRRRLLTLIDG*                                                              
>Bdis_2g20630                                                                   
MPIMNRDDPAAPATEEEESSPVLADEEEEEERYADDDEAESGDGEGEERNAAADDDEAESEYDDEVDVPLKTLTDDSKAF
LAGGNMELMTRRCVILNGLKRDLSPRFASAGSTAGVLRVYTEENPVEGEPPQRQIMLLYRFTRFISSGSGDGVAVRGFRS
TKLHEMRFAVPDDGDAAASLRRWAGPALGPLIYPASHACPLEELWARLVSDMRVPPRAWRVYLRADVGILRRGDYTTRRM
GRVSYYLGGMTEETWPVSMYHVGMELQLPEPVLRRPCEDEAKGKGKGKEEEDECSVCLEELESGLAKWPGCFQPHVFHGE
CLELCLKESEKCPICRRRLSAPVDG*                                                      
>Bdis_2g20640                                                                   
MDERIAMNRDDPAADAAAVLVLAGYGVLDLATPPPPPSGFAAAGGEQEDAAVLADGEMEAVDSDDDDSDDAAGSSSPCPC
DWCRSQSILSGEQQPEEEPQEARLDEAFYGSDDDDDDEVDVPLKIDGGDQTACSSRESKSMPLIPRRFVPLPEGRNFVGP
APRFASAGNTAGFLRVYAEDEETHEEEEGKKQRKEILVLYRCTRFVSNGRRGGRGVKASGGAKLHELRFVVPDTGDAAGS
LPWAGSSLAPLIYPVRHSRALQALWSRLVSTVRVPPRAGRVQVLADVGILRRRDYTPRRMERVRARLERMMAAPWPGYHV
AMELQLPEPVLLGANAEAAGDEEDDTDGGRPAKRRKVVADVAGQECPVCFELLESGLAAWPGCSLPHVFHGECLELCLKE
SEACPICRRKLSAPTDG*                                                              
>Bdis_2g21870                                                                   
MAEAAIMRYWCHVCEQAVEEAMVEEIKCPLCESGFIEEMIGEHFEALASQRSEQSHPQWGLLDNSLELPGGTEDSDDEDN
DIGHEFEGFIRRHRRASALRRVLDSIHDDLRDDRERDNSVLINAFNQALALQSAVLDPDEDRGDHGSSSNDDGLLEEYVL
GAGLSLLLQHLAENDTSRYGTPPAKKEVVEALPTVKIEEVVSCSVCLDDLELGSQAKKMPCEHKFHSSCILPWLELHSSC
PVCRFELPSDEKKDLNETGNMDGIVSIREEVVADDPGNSSEESSRPWAIVPWFSGLFSTPEPQNVGGTFSHQQLPHASEA
NPNGRHS*                                                                        
>Bdis_2g22270                                                                   
MGLRDSSSEAPAASSVTGLTARRALHAHGGVVGAAAPALPPGGSGDSAFDTNVVIILAALFFALLFAIGLNSLARCALRY
GGSRGAAVAAAAAAVGASARTGCGGGGIKRRALRSLPVEVYGAAGAGEEGAIDDVCAICLAEFVDGEKVRVLPRCGHGYH
VPCVDAWLVSHGSCPTCRSPVMEDAAPAKKKGGGGGRSQRPEADMIAVVIA*                            
>Bdis_2g22650                                                                   
MAAQEGAAGSPGMRVRYGADMDDSNFALHGRAVPLLVGLLCLVVVSVAVSLYLRWACRRRQRQRRSNDPEATSSSSAPAP
TMPGLDADSINRLPVTLYSPPPSALKKKGGGGDTGEEEQAAAECSICIVELVAGDKVKALPPCGHCFHPDCVDAWLRSQP
SCPLCRTLLVAAKPLAVDGSGDSPV*                                                      
>Bdis_2g25560                                                                   
MPLPAKAALLGRVLLRSLLLLLPALSSAEDGSHFLRLPAPDLDAALLLLAMCNSYSPSADSSPVDWHALLRDDMLRGALS
ISGLGATPWAAVAPCLDAAAKCRRFADVAASEAGIGIGKDGEGRGAAARAAVLALPAVAGNGTPCAICREEMAPGGVVCG
LRPCGHLFHWPCALRWLARRNTCPCCRAELPAEDALTETRRLWRAVERMAAAGRRRQCGLRLCA*               
>Bdis_2g26360                                                                   
MPGSSASTTLQYTGIGVFVAIVLLGLIYFSRSIRAGVLARRNDAATGQGVGTASPEQQLVLGLAPEDVALLPTFTYHAIS
PADRWHGGGDKAKAKAADRCAVCLDELREGALVRMLSSCKHFFHASCVDVWLLSHASCPVCRASPAPALAPEGVHLGVAP
LSPPPTQLRRCGASSKGGDTSRMNNYGASRSSSPVQWQIDPAM*                                    
>Bdis_2g26370                                                                   
MVAFVSLLLFCVLVAVVSVARACSITGLIVLLFGLVGWFGPRGGAAAVAAARRNGTRQRQQQPSVASAAPAPTAVRLAHR
CTCGMTDAAIGTLPTFAYEATGDEGARQSCLLCAVCLEDVQAGQTVRELPPCRHLFHVDCIDLWLQTHRTCPLCRCELPL



PPPRKATSKAAAAGTETESSTNASLPPV*                                                   
>Bdis_2g26375                                                                   
MPDYAWQGSGVSDAGQSSVLLLALYPGLLVLVILSAFVKYVWIALALYCALMVLFSCTARFCARPEPAGSSTVDRGGLSE
AGIAAIPAFAYDAGVGDGGQVQCAVCLGTLRRGETVRRLPVCAHTFHVGCVDMWLHSHATSPRPA*              
>Bdis_2g26380                                                                   
MDFPWLDLPFTFLTLLLATRLAYDYYGVVAATFAGSFSLQIFLFYCFARWYRHTMDARADLQAPSTSSRQHDDDDPPVLT
PLVETTAAAGAGAAAAAGALLANRCLAFVFMVFVPLIIVVFERSQADVVAYALCLANIVVMVVWLSPDSASSSMSAAKSF
LRLSDDEDDDSGSGGAGAEDDKCCVCLGSLREEQALRDLPRCGHRFHDKCIGKWLKGHPTCPVCRAFAVPPPVGYADDSV
SPV*                                                                            
>Bdis_2g26390                                                                   
MAQVPPGFPYIFGPPPSWHPPPAPRPYRTPPSRTSRDEGSSQGGIIAGLVIGFIASLFLFAIVCSICKGQRSSRARARTV
AAAAAAAATVPRPWPTIEQSRDDDDDDERQRRRDSTVARLPAFTYSPSVKHNVTGAGEEAATCSVCLGAFQLEETVRLLP
VCLHLYHVECIDPWLDAHSTCPLCRSDTDPAMDVPGRLPPV*                                      
>Bdis_2g26690                                                                   
MGSGSSKGALEVASSSSGGGEAKKRNGKWRGRSLLPLPSSSCFRGFTPECDASSTPPPPPRVESSKGGDTASLPSVPHID
KSDDGAPTVPKSHPSEGRTVPSSDSDRDQDDDILQNATTTSIVVEEYQSPNPSDRSRPCFGVNFGLSRAVSLGSSVACSI
LSSGLSTSVNPVGGRGNVDHSSVANISQQSGPSTSGIDSTLDMLRDSVTTQARAAHQARRTLMESEDASLRYSYRRMGSQ
EPSEGSVRFSRTLSVGRLRDRVLRRTPLSDGLFTPSLLYDRPVWPAGNASARQDSSVMQRTNSDRRSELQSDSSTSMYTP
GSGTIRETSNRDLLERRSAFLERRRRIRSQVRALQRLGGRFENLSGHERSCILSGQHRTGNCNCRTSTRPGNSDEETGTR
ASISRIVMLAEALFEVLDEIHQQSAALSSRPSFPSIGSVPAPKEIVECLPVKVYKKPLKQQADEAAQCYICLVEYEEGDC
VRVLPCNHEFHLTCVDKWLKEIHRVCPLCRGDVCRSDSSSMVKLG*                                  
>Bdis_2g27940                                                                   
MHTIGKLPSAVPLVQIHLLATGAAMSTAQQSGSPTHAAAAAVETSSHWAPHGPVLTACLVSINLLMILLIFFYFWRFFSG
KRGPSSPGEGESSSADTSPATSPRASSSSRRRREDIASSLPVSVFDSSRDAADRDGDCAVCIVEFRDGELARLLPRCGHR
FHAACVDAWLRLHATCPLCRASVVAPAGPDAAAPKNGDPKDDGAADECPV*                             
>Bdis_2g31250                                                                   
MDPPAGGSTDRRGAVSGASAGAASSGLRRYGLNFSASSLLQAPLAALLEYSGVVPSGPPSQTVHQAVPSSSSEADGLLSA
AAAGNGEVSIRIQGGPNDSDAAGAASTGASPGDSIEATAATDVDPASAAGRGAGADAEAGGGGSGGATGNGAGDRAYQRY
DVHHVARWIEQILPFSLLLLVVFIRQHLQGFFVTIWIAAVMFKSNDILKKQTALKSERKAAALVGITLIFMIHVFGVYWW
YRNDYLLRPLFMLPPKDIPPFWHAIFIIMVNDTMVRQAAMAAKCILLMYYKNSRGRNYRRQGQMLTLVEYLLLLYRALLP
TPVWYRFFLNKEYGSLFSSLTTGLYLTFKLTSVVEKVQSFLSAVKALSRKDVHYGSYATAEQAIAAGDMCAICQEKMHVP
VLLRCKHIFCEDCVSEWFERERTCPLCRALVKPADIRSFGGKRLEILPYHVAPLSPYVPRSM*MDPPAGGSTDRRGAVSG
ASAGAASSGLRRYGLNFSASSLLQAPLAALLEYSGVVPSGPPSQTVHQAVPSSSSEADGLLSAAAAGNGEVSIRIQGGPN
DSDAAGAASTGASPGDSIEATAATDVDPASAAGRGAGADAEAGGGGSGGATGNGAGDRAYQRYDVHHVARWIEQILPFSL
LLLVVFIRQHLQGFFVTIWIAAVMFKSNDILKKQTALKSERKAAALVGITLIFMIHVFGVYWWYRNDYLLRPLFMLPPKD
IPPFWHAIFIIMVNDTMVRQAAMAAKCILLMYYKNSRGRNYRRQGQMLTLVEYLLLLYRALLPTPVWYRFFLNKEYGSLF
SSLTTGLYLTFKLTSVVEKVQSFLSAVKALSRKDVHYGSYATAEQAIAAGDMCAICQEKMHVPVLLRCKHIFCEDCVSEW
FERERTCPLCRALVKPADIRSFGDGSTSLFFQLF*                                             
>Bdis_2g31670                                                                   
MLFHRHRGDGAPEPPPSPYDDDRDHSLVVLLTFGIFFSFVVLYLVAGLVWASAIAAFAVALSVCYLRARRRAALARLAAA
AGVGGRARLARSSSGGLDNLHLRPAALLLPAFAYKRGAGEAAGSPGWAQCVICIGLVQAGEMVRRLPACKHLFHAECIDT
WLRSHSTCPICRAVVVDGRSSQPPV*                                                      
>Bdis_2g32560                                                                   
MPSGPSPPLSSSGAAPPGTGAMSTTDSREEATAGCLPADQSCFALVSAAGGAPAYASRRAAARACCTTTSYIVVLGISFG
SLLAILVILCVIRWYLVHRSARQQEEELEAASAPAPGGLAKKRAAGLDADAIAALPEFVYLKEDGVSGEEEEAECAVCLA
VMAEGEAARRLPRCMHVFHRGCVDVWLREHSTCPVCRAEVLVVRPAGGECAKKEHEGSTSRPLAPPPVVSGDGERDLEAQ
QY*                                                                             
>Bdis_2g34010                                                                   
MAAPPVESETGSPTDNHPLLMDHLENTSHREIAIDSPRDDDASSSTSSRDNNSGLDRLPRNSENLQETTTPSNSQNAPLA
RRGDNRVRRQQSPLNSSCWISVELIVTVSQIIAAISVLSLSRNEHPHAPLFEWVIGYTVGCIATLPLLYWRYIHRNRLTT
GQESASQNFPPNSIPEANSFTESSASRISEAGHVTGTNGVSQNNTITRNPRVQAYADHFRMALDCFFAVWFVVGNVWIFG
GHSSSHDAPNLYRLCIAFLTFSCIGYAMPFILCALICCCLPCIISLMSFREDLNQNKGATAEAINALRTYKFKLKKARNG
EGSEGGGILAAGTDKERIVSAEDAVCCICLARYVNNDDLRELPCTHFFHKECVDKWLKINALCPLCKAEIDGGSTSSSAL
GFGRRHSDNRVVNDIESQV*                                                            
>Bdis_2g34430                                                                   
MDQPPHPPQPAVSEAAGGYATRFSPAGLIHAPLSALLEYSSGLLRAQATAGAHRGEAADREVSIRIVGPGGDAGPRAPGA
GEVPPAADEEAPAVRGDEAGAGSGRAESPYQGYDVQRVARWLDHALPFSLLLLGVFIRQHLQGFFVMIWIAAVMFKSNDI
LRKQTALKGERKMPMLIGIVVVFIVHVFGVYWWYRNDDLVRPLMMLPPKEIPPFWHAIFFIAVNDTMVRQAAMVVKCVLL
MYYKNSKGRHYRRQGQMLTVVEYSLLLYRALLPAPVWYRFFLNKEYGGLFSSLTTGLYLTFKVASLVEKVRWLLASLRAL
SHKDLHYGAHATTEQVLAAGDLCAICQEKMHSPILLQCKHIFCEDCASEWLERERTCPLCRALVKPGDIRSFSDGSTTLF
FQLF*                                                                           
>Bdis_2g34660                                                                   



MAGHPYNNSQMTRMDHMNQSRNGPPPFGQKLFMHPRSDAPNGAVLSGYGGASTAMRSNDLPSSSYAGQAYSQQIGAPGTL
HSSHAGYPSAGSSSSSYAPYDTQHVPPLNYPRRTEDNFIPGTHVDDRRVTLKRRNPTNNLVDGVSAGGYYAGSSSNHHFS
GYMPLNPVPAPESHLPQIPSNLGSSHWNDRHFVNHEGPQRNVRGRLDHNIIHSEYNSATCPSSSIHVPPYHLNANAPFGS
APVQHDRASLSLPPRIIHPGTDGSLAFRERPHYPAPHPQSSNISAPVPTLPGSSDAAPFPRGGYAPRSVHRNTVHNYLPP
AFATSSNSGAVRCEPANPLYQPATPSYPPATSASSSSVQPLHAEAAASLRLPRHVSVGHGGIARSRRMRDSFHCFHPLMI
EDNNLGRSAAERFMMLDQLVIHESREAVDPHWDMRLDIDDMSYEELLALEERIGNVNTGLADEKISGCVVELACHSSSHT
QNDQDNERCVICLEEYGHKVSLGRLKCGHDFHASCIKKWLEVKNACPVCKADATNDTT*                     
>Bdis_2g35180                                                                   
MGAGAEMREEAVEVEAASVKEEKTPVSCSICLDAVVVVGGERSTARLQCGHEFHLDCIGSAFNSKGVMQCPNCRKVEKGN
WLYASGSRPSQDINMDEWAHDEDLYDVSYSEMPFRFHWCPFGRLAQLPSLFEEGESSPPVTFHDFMGQHVFTEHLSVSAA
PGGAHPCPYVAYLHPLPSLASSSSSHVPDRSMDGSVYHDHWNHLTGPSDGRPLQAAQHADFHHNHWAHLPHSYAQPNSNN
GVTEQLGVSFGTMRPARVDGDSQRRGSVVSPSYFSNGSGSRSRAPNVPPLVPQFMRAHGSINEQFQQNSSSSLFAGAHRS
GGLRPTPPPQPENPTFCLFPPGSSGHGSMETDDAGGNRFYAWERDRFAPYPLMPVDCETSWWSSQQSHGASESTTAPAPR
RLFGQWIGLGRSSPENRSPEGSSYRQMHTPRM*                                               
>Bdis_2g39220                                                                   
MASSPAAANTASASYWCYSCDRFVRAAVPEGGSAADVSCPGCGGGFLEEMGAPPPARSSSAAATAAYLRRPRAHHANDLR
LRRSRRAAAAAAAAAAAAAASGAAGGGDRAPFNPVIVLRRSSPAGAGGDEDDDGGSLAAASSFELFYDDGAGSGLRPLPE
SMSDFLMGSGFERLLGQLAHIEAAGLARARETPPASKAAVESMPTVTIAASHVSADCHCAVCKEPFEFGAEAREMPCAHI
YHPDCILPWLQLRNSCPVCRHEMPTDAARSRASNAGTEEETVGLTIWRLPGGGFAVGRFAGGRRPEERELPVVYTEMDGG
FNNGGAPRRISWGARQSQSTERSAIRRFFGNVFACFGRGHSSSSQASSSQMRPDELNEASDHSAAFSHGSRSRSMSWRLE
DGHADTMVQR*                                                                     
>Bdis_2g40110                                                                   
MAMRGVDFKWYDGFFLSMLATSVIIVSINWRRYRLCAHPLHIWIVVDYTTVFVFRLLMFLDNGLAAGMGLDLGWQQRYTR
FCGRILVLSLLILLLYPFLWVWTVIGTLWFSTARGCLPEEGQKWGFLIWLLFSYCGLACIACVAVGKWLNRRLALQLRAQ
QGIPVSEYGVLLDMIRVPDWAFEAVGLELRGMGQDTAYHPGLYLTTAQREAVEALIQELPKFMLKAVPTDCSECPICLEE
FRVGNEVRGLPCAHNFHVECIDQWLRLNVKCPRCRCSVFPNLDLSALNGLRPSSETDHAPSGTGSSSEVTGTTTAAVASR
YVRAQQPSGQRCLVQLQGLLLRPVVGVGDPESGMPVSSVSGPEVVPSSSRVVVAADELLPDR*                 
>Bdis_2g46070                                                                   
MAYRMVCTPQVIDLESDRGHPHVLSDSSNRNVNELSDQGGQHAVRVVGNAWNVGSSDMRGYYNMNMNHPHQPVHNSLPNL
GVDSGFVFPSSMYNPCMSTSMNRYASHPQNFGLPLNQVGPGSMDESSRNENVIEAAGGFVKRKNVAVAGSCHFVNGFGSS
SSSSQASQNPTHMQWDPSFESNGLPNVTSFNPSEYPSHSPWASVEGSSITATNGFSSVSAHPESAQHGNYTFPSSHASPC
FQPASNTWVSQAANGIAEGVPQWAYFNAMTSVPGRYVHLGPTEIANGGFHEYQNGPSTICQGPLPYFHQHAVHTMLAHNP
LDHTRMQVPYQQCHNNGVLHTGVNHPGNRLHLGPRTPVLISNSERTFGPPQHPFLANPVNHRNIRVLPPLQRGTIMDFSR
LYEVSNVVDEHRDMRLDIDSMTYEELLALEEHIGDVNTGLAKSHIVDKLNTSLYVAGTSCVSDQSSESSTQGDACIICQE
EYRSEDCIGILDCGHRYHAECIKQWLTVKNLCPICKTTALSAGRRSG*                                
>Bdis_2g46312                                                                   
MEVVDLVSSDSEDEACIHSPERKRPAWEADPSVDPRTGSACTRIGGHGTQSFLEQTRLKRPLHQPSVTVKKDKEKVGERE
SSWATGAPSLSGGSHGASGRILGAGWDSWNGRVSNSGDGTSEGDCFWGNQIGRSISEPREEPNNKDEVALSGQSSSMDIP
DFLTESSSAWMLRIKGLHFPLPDENQLKARQIELDEMLALKLQEQFNREQPGSENSQEVDTTLAWTLQEEDTARARIAAR
EGQSSSSQRDCSMAHLYSYGRHSPAENFTSWTVNHTQAPISNRRWLPRNSNGPEFEKRNMIISQLTKGCFGQENLDFGMK
IAILDSLQEALDSCEDTYTSDFEDDDYVNSIAFDDNNHCIGVSDSEIDSLPLSVVKGESCRDEPCPICLDYPADGASLRH
LPCMHKFHKECIDRWLRMKTLCPVCKSSVI*                                                 
>Bdis_2g46957                                                                   
MATPTPMAGEGSLAAVMPRSPSPPAAAGSAAEAPMLIFLYFHKAIRAELEGLHGAAVRLATERAGDVEALAERCRFFVNI
YKHHCDAEDAVIFPALDIRVKNVAGTYSLEHKGENDLFTQLLALLQMDIQNDDGLRRELASCTGAIQTCLTQHMSKEEEQ
VFPLLTKKFSYEEQSDLVWQFLCNIPVNMLAEFLPWLSASVSSDEHEDIRNCLCKIVPEEKLLQQVVFTWIEGKSTRVML
PSSVNAISERSHSCNDASSVDQGKKLIYAHEESNVGNREYEESNDNQADRHPIDEILYWHNAIRKELTDIAEETRRMRQS
GDFADISAFNARLQFIADVCIFHSIAEDQVVFPAVNSELSFVLEHAEEERRFNNFRCLIQQIQKAGAKATAVEFYSELCS
HADQIMEAIEKHFSNEETKVLPQARVLFSPEKQRELLYRSLCVMPLKLLERVLPWLVSKLSDAEASSFLQNMRLAAPSSE
MALVTLFSGWACKARSEDKSNSGEYICLTSGAARCLLDDVDELKKCQSFCPCASRSNAVVPLHLQNENGPRPGKRGSDAE
CLRGTNGTHCSQIADTEARPCSKKPCCIPGLRVETSNLGIGSLASAKSFLSYNSSAPSLYSSLFSWDTDAALSCSDGISR
PIDTIFKFHKAIRKDLEYLDVESGKLIDGDESCLRQFIGRFRLLWGLYRAHSNAEDEIVFPALESREPLHNVSHSYTLDH
KQEEQLFEDISNVLCELSQLHDILNEPHNEANEAEKNYLNSSNGIDSTRKYNELATKLQGMCKSIRVALTNHVHREELEL
WPLFDKHFSVEEQDKLVGRIIGTTGAEVLQSMLPWVTSALNQEEQNKMLDTWKQATKNTMFGEWLNEWWKGVPTPSDSSA
ETSSAPEDSHSQDNVDQNDQMFKPGWKDIFRMNQSELEAEVRKVSRDPTLDPRRKAYLIQNLMTSRWIAAQQKLPDPRSE
ECSEGAGIPGCSPSYRDQEKLIFGCEHYKRNCKLVAACCNKLFTCRFCHDKVSDHTMERKATQEMMCMVCLKVQLVGPNC
QTPSCNGLSMAKYYCNICKFFDDERTVYHCPFCNLCRLGKGLGVDFFHCMKCNCCLGMKLTEHKCREKGLETNCPICCDF
LFTSSAAVRALPCGHFMHSACFQAYTCSHYTCPICCKSLGDMAVYFGMLDALLASEELPEEYRDRCQDILCNDCERKGRS
QFHWLYHKCGSCGSYNTRVIKTDTADCSTPN*                                                
>Bdis_2g47145                                                                   
MLGRARGGEAERPHMHRERPCLSRRSAMQEQVSSSFMESPPPPHLDGPFFGAELLPSARLRRMRGYRPSPGGLEEEIMMF
QTRVLLGGMSMYDRYQDWRLDVDNMTYEELLELGERIGHVNTGLREDEIVRNLRKVKHPALDSSFRFPTEVEKKCSICQE



EFEANDEMGRLHCGHSYHVYCIKKWLSQKNVCPVCKTAVTKT*                                     
>Bdis_2g47600                                                                   
MPPQAPSSSAATTPPAGTSRASAFTMRAVARMSRARWFIFLRRVYQYQNGPRSDLGSNPFNSPGWLALELGVIVAQMLIT
TVVVVSSPKERPAWPLRLWVAAYNVGNVLSLPLLFWRHRHSSAAGRGDDPEMHGASDALRNSSYLMNKARAFLELFFAMW
FVMGNVWVFDARLGSFHRAPRLYALCIGLLSWNAIVYSLPFLLFLLLCCFVPVVGYALGYNMNSASIGRGASDEQLAALP
RWRFKEPDVPRDREHDDQECCICLAQYREKEEMRQLPCTHMFHLKCVDRWLRIISSCPLCKQELG*              
>Bdis_2g48340                                                                   
MGAMDVQLESVAKLNVEVLAQGSLLFDGNHTAQKINGFNTDDRERFEKGSMKYGCAHYRRRCRIRAPCCNEIFDCRHCHN
EAKNSIGIDTMRRHEIPRHEVQQQVICSLCGTEQEVRQICINCGVCMGKYFCEVCKLFDDDVSKQQYHCHGCGICRIGGR
ENFFHCSKCGCCYSTVLKNSHSCVEGAMHHDCPICFEYLFESTNDVSVLPCGHTIHENCLKEMEEHCQFSCPLCSKSVCD
MSKAWERLDMELASLSDSCDNKMVRILCNDCGAVSEVQFHLIAHKCQNCKSYNTRQI*MGAMDVQLESVAKLNVEVLAQG
SLLFDGNHTAQKINGFNTDDRERFEKGSMKYGCAHYRRRCRIRAPCCNEIFDCRHCHNEAKNSIGIDTMRRHEIPRHEVQ
QVICSLCGTEQEVRQICINCGVCMGKYFCEVCKLFDDDVSKQQYHCHGCGICRIGGRENFFHCSKCGCCYSTVLKNSHSC
VEGAMHHDCPICFEYLFESTNDVSVLPCGHTIHENCLKEMEEHCQFSCPLCSKSVCDMSKAWERLDMELASLSDSCDNKM
VRILCNDCGAVSEVQFHLIAHKCQNCKSYNTRQI*MGAMDVQLESVAKLNVEVLAQGSLLFDGNHTAQKINGFNTDDRER
FEKGSMKYGCAHYRRRCRIRAPCCNEIFDCRHCHNEAKNSIGIDTMRRHEIPRHEVQQVICSLCGTEQEVRQICINCGVC
MGKYFCEVCKLFDDDVSKQQYHCHGCGICRIGGRENFFHCSKCGCCYSTVLKNSHSCVEGAMHHDCPICFEYLFESTNDV
SVLPCGHTIHENCLKEMEEHCQFSCPLCSKSVCDMSKAWERLDMELASLSDSCDNKMVMFSSLCVIYWYDSSLR*     
>Bdis_2g49150                                                                   
MSSASILSSLATLGLGYSIAIALGFLVLLASLLLASYFCFRHGGAAGGGGHFTGAFTPTSGSSHLSITVPRVLFVAEGSE
SPDAYSSAAAAASSPVGLDPAAIASYPKAPFSRSRAAAADADAMCSICLCEYRDGEMLRLMPECRHRFHVMCLDAWLRRS
GSCPVCRSSPIPTPVATPLATPLSELVPLSHYAADRRRSR*                                       
>Bdis_2g50200                                                                   
MASVKASDPGSAWFGAGKYRSPGGGPTRNVRLVATSVAAFVSVLGLALLLHLYICRVRRRNRRRAESAAAAARLVAAKAP
GKAGLEPSAIAALPTAAYEEDEEAGCSECAICLGAMEKGDAVRVLPACAHDVFHVACVDTWLASSSSCPVCRASVEPPPP
MPNPAGWVKEKPELEKQDAAGSSTSPCGLGASLMKMLSRERPAPRRPLQVDQAHAPVEMDQFDLESQQQQQHAVNN*   
>Bdis_2g52600                                                                   
MSNRPTHWCYACRRPIRLRGEDIICPNCNDGFIQEISEIGDTLNTYGIFGPSLEDRQDRRFGMMEAMSAIMRQQMAEMDS
NPVFDIHGTQGASTVPVRRPSIGPRLIFGSNMPADASESSGLNVFVRGGRRIGADRPNFSGFLVSPSLEALFEQLLRQND
STRHGPPPAPQSAIDSMPVVKINRRHLHDDPHCPVCTDKFEVGSEAREMPCKHLYHAACIIPWLVQHNSCPVCRHPLPPQ
RGRSDNATSTLPSTQHNEAASSHGVTEADLGPVTRSDDGSSGSFSFLWPFGSSSSGPSSYQYEGGVGEPAVYDDDPSQIT
YSEWHYDP*                                                                       
>Bdis_2g53560                                                                   
MGTHARSMSWYMGGPPGSPAPPGSSGGGEAQRALSSSSGSAGGGSDASFDTNMVIILAALLFALLFALGLNSLARCVIRW
ARRAASSGEGGVDEEAAAVQGGGGGGGGGMSSGKKKRTLRSLPIEVYGASGGSAGASDVCAICLGEFADGDKVRVLPRCG
HEFHVRCVDAWLVSHDSCPTCRGSVLTGAAAAAPKTASAAAPGGSWRPGSVDAAAVTVIIA*                  
>Bdis_2g53640                                                                   
MVEFASIGIILGVVALVAVILFAIGCVVCCRAKAGGDPAKEEDAAVVGRREGLLNKEAAVDVPAAGQINKREEERPCAIC
KGPLAAAGAGPCRRLRACGHVYHAECVDLWLQRKTICPLCRASVVVSRTDIVDAVV*                       
>Bdis_2g54020                                                                   
MAAQEASQALRWRYGGDVDEGNLGVRGREVPLLVALLAILVCFVGVCFYLRWVCHRYNENGSTTLLPSFSSSSAAATAPV
DAGLDAAAIAALPVTLYQLRRRGRPAAAAGDRELDDAAAQCSICLGEFAEQGEKVKALPRCGHCFHPECVDAWLRSRPSC
PLCRASLLPDATKAAGGAGSEAV*                                                        
>Bdis_2g55990                                                                   
MERMHARRLLSAAVASTGEQVATAPTPRSASAFSSLDATVITILSLLLCALVVALLLHALVRCAFRVTRRACYGQDEEPP
GVVETAAPRARKKGGKGGAGAAIRALPTMAYSAETELAVCGSTECTICLAEFAPGERVRVLPGCSHGFHARCIDRWLSAR
PTCPTCRRQPFAKPAVPTPAEEPAPVQLLVNVDAGRPGTI*                                       
>Bdis_2g59360                                                                   
MGGFCCCLRTEDFEEYVHPNNPVYRQCISLRHFFHNIFGGHTATFQRLDSRPSNPAQGAPPLASTNPITNITDSSLSETY
HLVSRPPPYDTDPRYARVQREGLVSRREKSINLTQEESPVLRRNGSSSGVEHLAAQKKWSNTELEGEHKVRRSESTKSLS
AKAYNSGYAVATTEDEDVCPTCLEDYTPENPKIITKCSHHFHLSCIYEWMERSDTCPMCGKEMEFCESP*          
>Bdis_2g59680                                                                   
MASQQESPYTVHAESKLLKFKTRQTKKPAPWPRDSLLVRIGCSVRISSESHHLTPTGPGRSAELERQQYEYAPDSDEEVV
IVVFHAEDLRSDAACRAAFRRKLRRLPQLAGFRGAEVALWDAFVPPGVVGEILSAAASALVAAGGEEEDDLRSSVGYCCD
VWMHVEAATVYSEAKALLLSCTDDDVVGGGEEQCPICMEELTEDGGGVTALPGCSHAFHRACILEWLHTAPTCPCCRGEL
MQYLPHQYCQCDEA*                                                                 
>Bdis_2g61110                                                                   
MAAAASSLSAPAAPISLDKAAALGGDGGGDHRAAADCGVCAICLDKIPLQETALVKGCDHAYCVTCILRWASYKESPLCP
QCKHPFEFLSVHRSLDGCIHDYLFDESVCLLLRATWFEPLVVEPHEEVLDEEEIFYRHYQYEEHDEDDLYEETYYMSRSP
IVRIGNRRWGDNGYIRGGRREARPVSNAVPSRTPKKKEASASGSGSGSVSKDVAGRRARRAQKREAADKAAAEKHLKHLQ
RMGRGKTLAAPPQAPESPEVGPQVVE*                                                     
>Bdis_2g62760                                                                   



MGKNKGRASSSGLAASLLPDAQGAAVPTVGFGGYHGASRVEPAALPSSSADTDAPIRLPPDVDGEVLQHLRRLGRKDPTT
KLKALSTLSMLFAQKPGEEVVQIVPQWAFEYKRLLLDYNRDVRRATNDTMSSLVMAVKKGLAPHLKSLMGPWWFSQFDPA
AEVAQAARRSFEAAFPQSDRRLDALMLCVKETFVHLNDNLKLTTQALSDKATPMDELEDMHQRVISSSLLAMATLIDILL
GVKLQNYGDDSANTESKYHSKVRSTTLSSAETAFSMHKYFLDFLKSKSAVIRSATYSLLTSYIKYVPHVFNEEAMKILTS
TVLGAFHEKDPLCHSSMWDTILVFSRRFPEAWSYCNIHKVVLNRFWHFLKNGCYGSKQTSYPLIVQFLDSIPSKAVAPEQ
FAFDFLQNLWAGRNQRQLSAADSLSFFTAFKQSFLWLLKNVPRHSGGDSSGDIHIKLIVNVLAKIAWSDYLQLSLSKNLD
TSPSLLSEEATTDDCQLPHKKSLLVSNMRQPTYYYQDLGRCIIEILDAISITETHLLDVACESLLRDYLDVVHQGENLSK
FQEHVDQVAYFFRSLDLLVVHNGGTWPLESLARPLVEKSLPAIKSMDTPSLVKLLLILVEIFGPSPLFLKNSQKIDDKSN
VEPYLKVFNGDFIPWCLDGKYSTCSSKIDLLLSLFHEECFFDQWSLVIEYTRAKQKCSVDNKSSQTSDQYELLALILQKV
RERITGERLRSLQKNGSLPEHWRHDLLDSAAVSVFCNLPTTESHVRFLCAALGGSSQDDQICFLSAEAVCKIRGSILKSL
ASVLITTTFEWTKSAHFLLSPAEPEHCVNLLEGQSLSANIETAQFALEVFEHSLFALRINEEDSIFSYILSTLFIIEWEC
SMGITLAEDALKYHNDEISVKASTSSSSDDHLDETMLLKASLAERIHAFRQRLSPSFWNDLHSGTLTRLVNILVQSVRYA
VFQTQDLLTDRTAVLCSEWVVDMLRLICLDHIKLQCFFDLLLSEGEYWPLWVKPSLRNGHASVIQCDPITADEVELKHHR
FVAFVDKLVLNLGFSQVILGVPGNQQCGTSPSIDVTSPVCSFSRAWVAGEMICTWKWKGGSALSTFLPALVQYMKTESCL
EVSIVPLLLDTLLEGALMHESSDWVLFNAWHISDNEIEKIQDRFLRALVGLLYTTYIKDCIWRESDALVFFEQLLSSLSI
GSTVNRKCVRTLPFIMCTIIKPLTEKMRLNEASPYSDLVGKSILSWLDEAISCLSLNPSEVTQQDIEDWIQVVLSCFPLK
ITGGAPKLLIKFERQISETEASLLLSLFLRYQTFYTSTDPLLFSSGSKLSKTIELLSVKLIAVMVGYCWTKLGENDWRFL
FRTLRKWIESATLLVEEITDGINDAVINQKPEDTLEKLKLTACTVDELTFICAESALVTLCNLNHLDSLRETENSQAIHL
IGSGEYAECNDKMMESILRLFLASAVSEAIAKSFSEEASSIIASTRLVYLHFWELVASFIVYASPQIRRSALESMKLWGL
AKDSVSGLYSILFSLQPIYHLQFAAYSLLMSEPLCQISLVKGCSLEENSPPCQESDMGQSNESLPDSEKTLYIRDELSAL
IEMPTSELLKTDLTAQHRVDVFVAWALLLSHLQLLPSSSTTREKILQYIQDKISPCILDCIFQHIPLRTAAPSGKKKDIG
LVPEAEAAAKASKNAIITCSLLPYVESLWPVGVLQMASLAGSLYGMMIRLLPSYVRTWFTSLRDRSLSYSIESFTRAWCS
PPLLVDEFSQVKDFVYADENFSVSVNRSAYEIIATYKKEDTGIDLVIRLPSCYPLRHVDVECTRSLGISDVKCRKWLLSL
TSFVRNQNGAIAEAIRTWKNNFDKEFEGVQECPICYSILHTSNHGLPRLACKTCKHKFHGACLYKWFSTSNKSTCPLCQT
PF*                                                                             
>Bdis_3g04020                                                                   
MEEYFSRSSKAAIGFIRRGSGISSRNQTPQERTSQGTDGPGYSTRVNPVKTSMANNQERPRYLRDSFKSSSSKVVPGSSS
KVPLGKFGEEKRRHTLLEGVDIVDSSRRTAEAKRLDSKKIVVEDQSSDAPWSETEGLTAKDDQLVVPDPDVLHSADSSEI
PAHTVEFLRRSASLSSETHRQKDKQLNLGRPGYSRSSFTNQPTVPRIPTVDAKPSYGLVSGEQRCGPRGLKNLGCTSVSD
VLPSGCSSDSVYSRRFHAMRKRASDEESTSRSRGISGPSSLGHSHAIYPGISRPRVRTTEQPVSQLTTRSSGRKFLDSAE
SVRTRRPSPQDTRISTSEDREDNMISLHGSTTGNQQLAEGHFSVAGVSSESSIRPFPVELPHAMYSSSRQVSSGQTAHRR
SSSRVVESPPQTFHSTLGERNGHRHVNMEGIAEVLLALERIEQEAELTYEQQLRVLETNLLLSALASHDEHSDMRMDIDN
MSYEELLALEERIGSVSTALSEEQFTKCLRRRLYKPVTAEVNRSGVDDIKCSICQEEFMEGEEVGRLGCEHQFHVCCIHQ
WLLQKSWCPICKASASLSLN*MEEYFSRSSKAAIGFIRRGSGISSRNQTPQERTSQGTDGPGYSTRVNPVKTSMANNQER
PRYLRDSFKSSSSKVVPGSSSKVPLGKFGEEKRRHTLLEGVDIVDSSRRTAEAKRLDSKKIVVEDQSSDAPWSETEGLTA
KDDQLVVPDPDVLHSADSSEIPAHTVEFLRRSASLSSETHRQKDKQLNLGRPGYSRSSFTNQPTVPRIPTVDAKPSYGLV
SGEQRCGPRGLKNLGCTSVSDVLPSGCSSDSVYSRRFHAMRKRASDEESTSRSRGISGPSSLGHSHAIYPGISRPRVRTT
EQPVSQLTTRSSGRKFLDSAESVRTRRPSPQDTRISTSEDREDNMISLHGSTTGNQQLAEGHFSVAGVSSESSIRPFPVE
LPHAMYSSSRQVSSGQTAHRRSSSRVVESPPQTFHSTLGERNGHRHVNMEGIAEVLLALERIEQEAELTYEQLRVLETNL
LLSALASHDEHSDMRMDIDNMSYEELLALEERIGSVSTALSEEQFTKCLRRRLYKPVTAEVNRSGVDDIKCSICQEEFME
GEEVGRLGCEHQFHVCCIHQWLLQKSWCPICKASASLSLN*MEEYFSRSSKAAIGFIRRGSGISSRNQTPQERTSQGTDG
PGYSTRVNPVKTSMANNQERPRYLRDSFKSSSSKVVPGSSSKVPLGKFGEEKRRHTLLEGVDIVDSSRRTAEAKRLDSKK
IVVEDQSSDAPWSETEGLTAKDDQLVVPDPDVLHSADSSEIPAHTVEFLRRSASLSSETHRQKDKQLNLGRPGYSRSSFT
NQPTVPRIPTVDAKPSYGLVSGEQRCGPRGLKNLGCTSVSDVLPSGCSSDSVYSRRFHAMRKRASDEESTSRSRGISGPS
SLGHSHAIYPGISRPRVRTTEQPVSQLTTRSSGRKFLDSAESVRTRRPSPQDTRISTSEDREDNMISLHGSTTGNQQLAE
GHFSVAGVSSESSIRPFPVELPHAMYSSSRQVSSGQTAHRRSSSRVVESPPQTFHSTLGERNGHRHVNMEGIAEVLLALE
RIEQEAELTYEQLRVLETNLLLSALASHDEHSDMRMDIDNMSYEELLALEERIGSVSTALSEEQFTKCLRRRLYKPVTAE
VNRSGVDDIKCSICQVSIF*                                                            
>Bdis_3g05840                                                                   
MAAALALFLLFAAAAAVFLLSLLVSARAFRHHGSRYRVPPDASASSSPPPPLLPSVGLSTADLRLLPCFAYSSCDASSTS
SSSPRLCAVCLETARAGERWRALPACGHAFHAACVDRWLVRSPACPVCRAAVAVSVR*                      
>Bdis_3g06180                                                                   
MATANDSGDPASPSSSTRALESVPFSSGNPRIEETRGVVLLHPDPPAAAAAPSLSSDLPVGRKPWVCVPAVPNHMTYADF
CRFCGAFVPHMLEMRIVRIDGADDQYSVLIKFDTLSSTDSFYKHFNGKRFSSMEGDVSRVRFVEDVHYTQLIEHAHSSVT
SSAEQPTCPVCLERLDQDPGGILTTICNHSFHCSCISKWTDSSCPVCRYCQQQPEKSMCSICGTSENLWICVICGNVGCG
RYKGGHAIEHWKETEHCYSLELETQKVWDYAGDNYVHRLIQSKTDGKLVEYNCYGDHGADGMCSICSGDAGMDEALLNSK
VEAIVEEYNDLLTSQLDKQRNYYEALLLEVKEENEKEISAATAKAVSIKLQKLQAKLDKCIEEKSFLDDINTNLVKNQEM
WIERIRKVQEREQAALRLKDEKIEKLEAELTDLIAHIECHNAVAAAPESIASEIQGGSVLPGPSAASSSSISGGSPIRAT
RSRKRN*                                                                         
>Bdis_3g06660                                                                   
MSDHSNEVMVISDDDGSSKDESVNGAGAAEGSSIHPVPELAVGEDHPAPELEGAVKIHPVPEEIEVIEIDSDNSNSNSNS
SSVQIVHPVPPIVFQLHFVPQIGYQLHPVPQIGVEAPHPVPDQEIELIIIVDSDSDNEHGHGQHNVVANNNVVVEELPAL



PASPAAVEALPEAPVNEDKALSACAVCREVFAAGELAVWLPCNHYFHGDCIRPWLAIRDTCPVCRGQLPRNDAAAGGADD
QGAAPQA*                                                                        
>Bdis_3g09360                                                                   
MPALQRRRDSCYHWSSDFVVAHAIFAVGFVTMPVAVVHLLKAKRPYSGHAIMFAIFATFCTTVSLVLCCSFYADLKRPPW
PRWLSSSAPAPSTGAPREQHGSETPAPRTVASSSSSSSLQELPRPVREVRRMMTTRDELRAALAADRIPSYVHRGGVDGA
DCAVCLGEVEKGDAVRRMPACLHMFHTECIDQWLRDHATCPVCRCSVLQLLPPPPPERPPDQVVLNVDYL*         
>Bdis_3g09390                                                                   
MGCFGRVLLLAMVSIVCFGGASMFLSLIISESRGGRLSNCSVAVLAVVLLFWVIIAGGMYVNCCDMYFPLSTTLGRCFRG
AVGWLLFLPCRCCARSSQRPEIESGSGSDLVVPGQGRHLVVLAREPPVGGGGARVATTDDIPTTYEQPEGGGASECAACL
GEVEQGETVKRLPACLHVFHRRCIDLWLRDHSTCPVCRRNVLAPLLPEQIV*                            
>Bdis_3g09410                                                                   
MPGLLAMLPAWFRGGEGSNGHGRRRGTCYGVAVSFLTMLVFCVLVATVSVWKAFLFAVLALFAFGIGECLAPESWRVGII
RGRSSAAAEPEPATAPRSTAWTFGLPKAAIEALPRFAYAAASSPRGGQEGAAAAGGDLESGGGGAEPCSVCLEDLEAGEM
VRQLPKCKHLFHVECIDMWLHSHRTCPVCRCDLSPPRKVAGKAVALEMEPPAEGALPPV*                    
>Bdis_3g09420                                                                   
MSSPQPSHEVHSSSGGSSVAGIGSYRVCDTVVLFCLAFACGLIVVTVAVCFKRAFAQREAAASGAAAGGGRRRGGGRRGG
LAPAELAAIPKAAYRRGGGGGGGWAQCAICLGVVRDGEVVRRLPACGHLFHVECVDMWLYSHATCPLCRCDVVASAAAAA
DKV*                                                                            
>Bdis_3g09430                                                                   
MSTPGGAGASSHGVCCSSGGTLELVAAFTAVCLALYGVILYLNYLYVRWNGRDGVHRATGSGSPSSSAAARKGAGGGGLD
KAALAAIPVFTFKAEDAHGPAVECAVCLGAMQDGDAVRALPGCGHAFHVACVDAWLRAHASCPVCRARPALPPKAKAAPA
EPAAAGRMPDLESQA*                                                                
>Bdis_3g12560                                                                   
MAMGIGAQAAAADPFPGGNSSSFVILSVSVAGILAISLLLLTYYLFLTRCASWRHNQLDDVAHHHRYVVYSPRLEHRRRG
LEEAAIRRIPTLRYNHEKAKKAAVASECAVCLGEFSEGERLRRLPACLHAFHIDCIDAWLHATANCPLCRADVVAEHRVI
DIASPASPSPPGGDTAEVPAAARVAMSMGDECIDHERPWGVQQPMRRSLSLDSCSDKHLYLALQSAMRHQHQHSALLQGE
EEGAKFGESSTAAGSPAAAASGGRRLRRSFFSFSHGRSSRSAILPLPV*                               
>Bdis_3g13140                                                                   
MIRPGGGRLFPLWLCAVCILVAQPGACNVVLMANNKTLSFNDVEASFTPAVEGKGVNGVIYTVEPRDACGPLINRPDEGP
VSPFALIIRGGCQFDDKVRNAQDAGFKAAIVYDNKDNGVLVSMAGSSSGIRIYAVFVSKASGEVLKKYSGQSDAQLWIIS
TQDNAAWSIMAISFTALLAMSAVLATCFFVRRHQIRRDRALIPAAREFHGMSSQLVKAMPSLIFTKVQEDNCTSSTCAIC
LEDYSVGEKIRVLPCRHKFHAACVDLWLTSWRTFCPVCKRDANAGTPNLPASETTPLLSSAIHLPAESTALSSFQSMVSA
SPPRPISRHPSLQSMSRTYSNSSIPRGNNPCRCRSNSPAMSTSRSNVDLANMSASPWSHTSHLASGNSLSGCHLSPPIDI
RYTSLHNLPNSSYGFSGPCIGSPHVPRSGYGSPSYHHLGSSGQQYPYLRHRTESGPSLFTMVPQSPQQTQLQHGGESGTS
LSASASTSSLRQAYLQHCPDSDASLSAATSAQSLPGC*                                          
>Bdis_3g16540                                                                   
MGFPSVCYCVILPQPLILVLQLLDFLRHAVLLCLSSLGLAAPPTSDEHPAYAPPPDLWAEDSSSPSPSPSLGAAAMAMAA
PADIKARLPAVRYADLRSRRGAGNAPAPACCAVCLGALEARHRVRELGNCAHAFHKACIDKWVDKGQATCPLCRALLLPA
AEDAAGKLPLPLPLPHSSSSSFSF*                                                       
>Bdis_3g17130                                                                   
MTAAAWPVCTICYDDLRPLSDQHLHCIPSCGHVFHALCLEQWLEYCPSVGAGGGKTKKGGTCPICKSACGGAHPPTRLFF
QSTGTCLTQAASPASPSQEADPEALAAEVARLEQKAASLGRTLDEQRDGIQKLNAEASPPVTAIASAGSRGGVRRWKEEA
AAAEAMGEKARKEKEFLQQLLNAKTEEVSRKTAECGRLQERSLGLAKELAALKLSTDMNLEEEEILKLASLGNHGNLENA
VDVLKRSLALRNKSYKELMVQCNQLGRSETRTQQRIEKAKEVISKLKTKVHDLQKELEEKENIVLRDLRSSKKFKADLNQ
TNPGDTTTNNAFPSAGYGQKVKPDEVMQDPYNENPHTNRFIPEANNDLNLKDNLDCKISDVIDLDADDDPMIRCSARPFG
NRGDTVDTRNQSSHYERGNKEPATFGCESSSYVAEETSFMKHTPATGKSTFQRNLMNTKLQNFQELPVLRSTSVTTSTWK
KDTLTIGGISKQATRLASGTGPQQIHNLNSLSDDDFQAPRTNGLEAARKGVSKWCKGMAAPGSLSANANKGNLIAVGPDG
RGGKVKVLRDHGRFPQDSKTPALWPKAQQKAGGRGGQFQIEHFFGKR*MTAAAWPVCTICYDDLRPLSDQHLHCIPSCGH
VFHALCLEQWLEYCPSVGAGGGKTKKGGTCPICKSACGGAHPPTRLFFQSTGTCLTQAASPASPSQEADPEALAAEVARL
EQKAASLGRTLDEQRDGIQKLNAEASPPVTAIASAGSRGGVRRWKEEAAAAEAMGEKARKEKEFLQQLLNAKTEEVSRKT
AECGRLQERSLGLAKELAALKLSTDMNLEEEEILKLASLGNHGNLENAVDVLKRSLALRNKSYKELMVQCNQLGRSETRT
QQRIEKAKEVISKLKTKVHDLQKELEEKENIVLRDLRSSKKFKADLNQTNPGDTTTNNAFPSAGYGQKVKPDEVMQDPYN
ENPHTNRFIPEANNDLNLKDNLDCKISDVIDLDADDDPMIRCSARPFGNRGDTVDTRNQSSHYERGNKEPATFGCESSSY
VAEETSFMKHTPATGKSTFQRNLMNTKLQNFQELPVLRSTSVTTSTWKKDTLTIGGISKQATRLASGTGPQQIHNLNSLS
DDDFQAPRTNGLEAARKGVSKWCKGMAAPGSLSANANKGNLIAVGPDGRGGKVKVLRDHGRFPDSKTPALWPKAQQKAGG
RGGQFQIEHFFGKR*                                                                 
>Bdis_3g18740                                                                   
MDETMGRRTVGGLLVTKGGSILVFRDESPRHKDNTCCTRLGCSSKLFPDKCRKMHRAGNEEATPRRPHVFGNSNRVLPEG
RMEYASTRRNAASTCSETGNTPRRETGGRDLLARLKEKVNVSRKRSVSGGTRPQSAMASSTGSTSNSRLAPRTRKNGRNR
DAVNMCRVTSGNSVEDVEKSDDEQPAGSFLSRRLFRHGSRLQGGRLSYLEGNLADSNEYWRFGMDESDEVCLLIVVTEYD
SLKRILYVRTTSASHEDGDIKCIICQEEYSSGEEVAKIVCNHYYHVTCIQHWLRQKNWCPICKMIASATNLLCN*     
>Bdis_3g19160                                                                   



MLNLYPRLSVAAAANEDHYAAEDYDDDDDVGRSHRNRALYGIGVVCVSIFLFCVLAAAVSVLKALAFAGTVALLLLVLGC
LAPRTTWVLRPPPRRRPANAVLALTARGGCACAPANVPPAFAYACPAGEGEVEGMRCGVMCPVCLEEVRGGEMVRQLPAC
GHVFHVECIDMWLHSHRTCPMCRCVVSPPPTTVADKASEETAEAPVSASQDEALPPV*                      
>Bdis_3g27430                                                                   
MVMMMGHVVALLSAALSGSGKAAAEEQYVYQSSGCCVCISRFRDGEEIRRLPCGHAFHRDCVDRWLALCGRRTTCPLCRL
HVGGVAAAVADVDDDHMQLSDDLVIWFSSLFVAGL*                                            
>Bdis_3g27900                                                                   
MDSRAEQHGCAHYARGCRIRAPCCGEVFGCRHCHNEAKNSLQVEPRHRHEIPRHEIKKVICSLCSKEQDVQQNCSDCGAC
MGKYFCAKCNFFDDDISKNQYHCDGCGICRTGGMDNFFHCEKCGCCYGNVLKDSHHCVERAMHHNCPVCFEYLFDSTMDI
SVLHCGHTIHLECLNEMRVHHHYSCPVCSRSACDMSDAWQKLDEEVAATPMPEFYQKKMVWILCNDCGATSSVRFHVLAQ
KCPGCRSYNTRETRGGPAVAAAAACSRV*                                                   
>Bdis_3g28160                                                                   
MALALERAWRSLATKLCFRSPTRNAPGGHATPTAVADEETEEEDCESPVSTWRLSRSGSRSSTNVCAICLGGMRAGKAVF
TAECCHKFHFHCISSNVEQGSHVCPICRAVWMEIPLQANAAHGTTKINPLGWPQQERRLISRVNRQYGTLPVFHESQPEL
GTGRTRPKDTAVGYVEIMVYTEVPAIQKSVTRETFDILIHLKATAATPASWPRAAIDLVAVLDLSGGMAGTKLVLFTRAI
SFVIQSLGPNNRLCVLTSQHSACRLFPFRKMTASGQQQSLQDIAGCLSTADGGSDIGEALRKAGRATEDRQERNPACGII
LLSGSQDNHGGSWRHRDYCYSDSVLGSVRPGSGHHVRIHAFGLVVDHRPKVMAMRAVAEASGGTFSFIGDVGSITDEFAR
CIGDLRGVVARETCLSIRCVQQGVLLTSIRSGGCASTVDDERRCGSVDVGDLYAGEERDFLVTVHVPAVLGGQDDSALIM
PSCTYRRPAATVTMDTELVQVESNPVVVRRPTHLVSSSSVTSLEVERERQRLYAVKDIAAARDAAEQGKFARAVSILEGR
RRKVESRAMLWADARTLAFVAELREMEDRVATRRRYEETGRAYILAGLSAHSWQRGADSTDDLTCLTHSYQAPCMLDMSS
RSQRLLPEAVEEMNHLPVPGIDSTYFAGP*                                                  
>Bdis_3g28180                                                                   
MEDASGDVCAICLGGLLRGQANFTAECSHAFHFSCISASVAHGNHDCPLCKAHWTVLPAINNPLPATQPAPFPFRHQTPP
ARRTAYNDDDETSVQAQAAAADLNTNGGLVVLKTHCECPALARGAPRDSFAVLVHAKALSAAAAGESARAPLDLVAVLDT
SGSMTGRKLELLKQAMGFVIDNMGSADRLSVVSFSSDAARLIRLARMSDAGKAAAKRAVGSLVAGGGTNIGAGLRVAADV
LACRRHRNAVAGIMLLSDGQDTYTAPRYSNHGARGRSNNYMGLVPPSVTYTGAGDRPAAVHTFGFGADHDAAAMHTIAEA
TGGTFSFVENQAVVQDSFAQCIGGLLTVAVQDARIQMACLHPGVRVREVKSGRYGSRVDEDGRAASIDVGELYADEERRF
LVFVDVPRTEDTDDVTELLKVSCTYRDAATGQAATVAGEEATVRRPVEVSDAEVTCVEVQRERVRVSATEDMAAAREAAD
RGSHAEAAQILRSRLRATEALESEEYGELEAELHDFIGRVEDEREYEHTGRACLLSGIGSHAQQRASTRQVRIKGSGRVL
QSARKGTAYATPAMEKMVKMSREQRQAAPPPKRKSMGSSRNEKAKRTKKD*                             
>Bdis_3g29400                                                                   
MSTPGAAYYASLARKQFFCYQCNRTVLIAASAAAAGELSCPECGGDFLEEVTVPAPTILPFPFAFPPMMPTATAPSPPSR
SSSSSSAAAPSSDLSNFLTSILDLQEGRRARSRSGSGAASAAGTATPENEPESFDPVTFFQNYIHSLMEGGANIQVLLDD
ASVSLAPGLGGRTGGASFGDYFVGPGLEQLIEQLAENDPNRYGTPPAAKSALSTLPDVVVTDSMVAAAEGAECAVCKEDF
SPGEGAKQMPCKHIYHDYCIVPWLELHNSCPICRFELPTDDPDYEGNKTSNPQPAVGIASAAASGNSSAAEEGREETGET
ARVVERRFNVSLPWPFGGLGGQTPQQDGNNGDAGSSSQDGGGSNKN*                                 
>Bdis_3g29490                                                                   
MLAEPQLHESPSETRVVFRMTLCETSEDPLAPWPPDYLAVFIRYTATFRCEARFTGGNIQRAAVTHDHEDALVYLFDAED
LRSEAAVRKELRKLLELAERYGYRTADDGGEDAFVPPGLVDRILAGAAAVPAFADNDDDPDLWTVRHICDVSIEVDVTNV
YDETKALILLCSAVSGPGRRDVGSQQCAACTEELAADDATSFPKCSHAFHGGCILDSLRRAPTCPACRHDLMQYLPHQCG
VCRAYTDTQLLHTRICTLCD*                                                           
>Bdis_3g32215                                                                   
MLPSRRLLQQNTGNPGRIPGIPAADPPAGVSSDVVVILAALLCALICVVGLAAVARCARSRRNSTTGDNASYPSESPAHA
AAGSGGGTHGGSTASVTTTTTTTSTASSKGLKKKALKALPKLAYADAVAAAAAARGALPAAGDDDDDDEEGRKKKAEEIL
SECAICLSEFGEREEVRVMPQCGHGFHVACVDAWLRSNSSCPSCRRPIVLHDPTPPPKRCRKCEDIILDAVVAASASSSS
SSAVVSSHRGHHGGHGGGGFLP*                                                         
>Bdis_3g32470                                                                   
MASPSSAGPSPPAPEPEPERGQWGGCGSVACRVACAVATCVLAAVGSAAGAVAGAAIGLATESGVVRGAGVGAISGAVFS
IEVAESSRQLWRATGSPAWTVLYVVDIIFSLLSGRLVREKVGPAVQNAVQSQISAINAPFAEQSDLFETGSGARGGLPAS
ALRRLPEIRIDEDTAVDAGGEALCCSVCLQDLQVGEPARRLPVCRHVFHAPCIDRWLARHASCPLCRRDI*         
>Bdis_3g32700                                                                   
MATASSHARRLAARNEVTTATPAVGPSQTTSGRGPAAQFDLSSGAATAVVFLSIVLCFILLCTYCRCARQRARAGRAAAG
FPTAAFLLRPADAASLPVVPYAGATTKGQERDCPVCLEEFGDDDGVKVVPACGHVFHAACIDRWLGVRNSCPVCRCAVVC
YCAAAGDGRDASVAAGAGDGDDDQEVVLERVVAMIEAIREEQAAARRAQGSAAAGGR*                      
>Bdis_3g33760                                                                   
MVPRLAVDEGGGGGGSGSVAGISPSILIIAIIVVVMLLASISIHYFIRSLCRRHSSGPGSSSSSSAPPLPVVVARAAPAG
EQQHGKDSAAAAAAERERLIARLPLFTLASSLLAAALPRSTRDCAVCQSAFGADDELRLLPACRHAFHSRCVDPWLRGAN
PSCPLCRASIALPHPPLHDLLLRVELGSVSSRRSTSSSSAADAARAYPLPNSTSEYLVQEEVVLKPPPSAAPNPPHPPPP
PTARITGEPSQQQQLAPTASLSSSITPTASFRSVGRSSSRWSNRWSSRWSSGRWSSRYDAGSVTAAATAEWWWDMDGGAA
PGASSRRREAEDSSAFYGFVRWLTGAY*                                                    
>Bdis_3g34010                                                                   
MSAAISSPLVVETASPGVDADGDDAIRNTARAIYRAAMEMFGPEASRRVFEDMETELMLLDDSDDDEPTAPLRPVVVDPT



SATAVANLRRVKFEDGARSSSAEGCAICLQDYKEGDELTEMPCSGGHRFHRQCILEWLARRRSCPLCRHLLPGQERDTPM
LL*                                                                             
>Bdis_3g34140                                                                   
MAARRFLLDGPRPPPPAQSQQQQQGQTQTQAQAQGASFPMLLPVFLLFVLLLCFLSVFVLRDLLRFFSLCLRRRRRFQFR
SSDGDAPDPPPPPKPPGLDPSVIASSFPMLRFDAAGGKAPAECAVCLSEFANGDAVRLLATVCRHAFHAPCIDSWLRAHT
TCPVCRSDLNLHVPPLPPVDDTAVAARPAAAAVHDNRTTSPPETDLR*                                
>Bdis_3g35790                                                                   
MPVEGMDKVVATVSGYHADERHRLVKLISETGASYVGAMSRSITHLVCWRLEGKKYDIAKKLGTRVVSHRWFQDCLKEGR
RLPEGPYMMESGEEAGPVQEPPTLPGKRSKRNAFMEDTCLEELPTDCCNTSYAKDVLNIGDSDSDFELQGLLDSSLLKEY
AYPVNLLTELGFPVGFRILSLVGMLRRLIHEMSNKKGSVQSVHGNQQIKIFYIRETMPQVSCPESRLLKDLLTTKTGNNV
YMYEAFCYYYDLNFLSYPCPSHTSSRGMSRQKGNLSALLHNEISGRMGERNDLMRKESQSKHARYLTEISDDDGSTDSFE
EVQILDIPTTEARTKIGRRNASASFRQSTLDSIYSFGENSSHVYESEESEEQVNVEIGQSSRSLQPGDLFGDEPPFCTQE
KIDQSNLDIVADHEKTDEEKPTMEESSNLQRQAELSCVICWTDFSSTRGILPCGHRFCYSCIQGWADCLVRGSSRGKVST
CPLCKASFSWISKVDEAGTSDQKIYSQTIPCGASTDVFVFADDGYDLPGSSSAQGACYQCHSREPEELLLSCHVCRSRWV
HSYCLDPPLTPWTCIHCRDLRRTYQRYR*                                                   
>Bdis_3g37187                                                                   
MHSSAAFGYAAPSPLPLPLPYLPPPPPPPLLPPPPAPLLRLLPPPSPAALESAGFQSRISPSILLIILILAVIFFVSGLL
HLLVRFLFRPAPRDPGDAESGGGGDATAFQGQLQQLFHLHDAGVDQTFIDALPVFLYGAVVGGGTKEPFDCAVCLCEFAD
DDRLRLLPKCSHAFHVECIDTWLLSHSTCPLCRRSLLADFSPCGGGCSPLVFVLESGGGGSEPGSVLSDRLDGAASSAHL
SLVMGQQRDEGAHCCDQDHHQKQQQHADVESAKEKKKDDEVVVPVKLGKFRSSQATESSSGGNPDGQDVRRCYSMGTYEY
VMDQSSLLRVSVKPATAKSTKRPAARMPLPGRRVAMSECDCHSKREGFDVPQPGKLSISKPAAAMGGMGKKESFSVSKIW
MHGAARRKEDAPSGSSSRRASSFRLPSALLLQRAASDVGAGAGAPKRRADVVSPVTESEYNVSAWDKSSAADWDVESAAA
RLTSRADETPSFARRTIAWIRGHL*                                                       
>Bdis_3g37800                                                                   
MSASSPPPPDAAAEPATSAGPEASAEPAVFYCYECDSTVSLPAPAATQPSRLLLCPRCRSDFLEEDPNQSNSSPPPPPPP
PPGFLSDSSSEEPEDLDLGVDQTAARAYLSRLVRRLYDDPTSVATAAAAAVSVLQQQGHRGAGQGLPPATAASIAAVPTV
EVSETAEVCAICKDDLPLAAAARRLPCGHLYHSDCIVQWLEMRNSCPVCRSCLPSTDLEEVEPSELDPPPTRITIRFTTN
RRSRVRGANGAVAPVATSPTQLAQAMTGEGGAGPANSQETVSSEWPPPPESDAAMSEARQGEGFFD*             
>Bdis_3g38870                                                                   
MASSYLLLRLAADEIFRTLEPSSSSTSSSSCYDAFVPVFRPDPSAASPASAAAADRVRSQFLSVEPDLFHDALVAPRNDR
LGFPEVDDEEEEASIRWDCFQFDDEESDLPLEAAAPADEFDWEEVTSASGPSVEHPEPEWEVLADMPPPADADEGFVYTS
DREAYEVLVAGEDELYLTNKPPAARSAIEALPSSVIGAGEDGEGEECAVCKDGVAAGECVKRLPCSHRYHEECIVPWLEV
RNSCPLCRFELPTDDRKYEAWKAGLSVAA*                                                  
>Bdis_3g39110                                                                   
MGISSMPAPKDSLFIFLLYNTAVSIAVLSNLLRGAMAFLGIPVPGEDGDEHIFAMVGSSASTAAAAGPSLADRFRSSFRP
ALFGRRAHGAAAADCRVCLASFEPESVVNRLPCGHLFHRDCLEKWLGYDNATCPLCRLRLLPAAADPSPPVAPALIHY* 
>Bdis_3g41680                                                                   
MEPLSGKTVVDLERSPPPSPTQWTVGMAGSGGGGASSSSSAEVAAAIAAAEAAAEPCSICLDPVQGAVGRATAKLHCGHE
FHLDCIGSAFNVKGAMQCPNCRKIENGRWIFKDGHGPALYYDTNWIEGTNNWAMNDLVPDPPGFDSFDPSDIEGFTNAFM
ASMFEGLPEAEPSQPLSNHMSGNHSGAGSSSNAYPQLSARDLRLPAHVPSSASSGAEVASLQHNPTGLEGRAAPAPGNAQ
AVQASEPRNPDGEHQYSALSASGFLNRAMASFAAARAPQGSIPTISSQQRSRPYVVHHYPVIYNYRFTPQLNGSNLGAAA
LGSVPTAMADTIGHIHGASAQLYQQALHYHMQSNPSPPTSTTRRVRPRATALESFMAAATATAAAQTSSNTGYATLATMN
PAALNMNLSSSNGERSLF*                                                             
>Bdis_3g42280                                                                   
MEAAARGGEAHTVDTSAFPPAFFSGSDHQDAAAALPARVAGAVVRGIITFVFATVGTILGAITGGLIGLATESGLVRGAG
IGAISGAVVAMEVVDRCLAIWRSDQSAIWSVLYVLDVIWSLLTGRLVREKVDPAVQSAVDSQMTAAGFGDDAGPPTLSEM
FDAASFKGMAADAIADLPAMTFTDADAACCCSVCLHDMEAGETARRLPDCGHTFHLACIDGWLCRHASCPLCRRAV*   
>Bdis_3g42410                                                                   
MDASKETTPGGGGGVGEVNPSADQNRSPNRPAAAAAAGGGDDDVSAAAAAAGAADGAARRPFTALSQEEADLALARVLQE
QERAYMMLSGYGSGYSGSDAGSYDDYDDEGSDYEEEEEGALPGGGDGDEVVGDAEVDPAQYEDDEAYARALQDAEEREIA
GRLMALAGISDLGQGMEHDGEYDGAYAEEGDSAQDAWEDVDPDEYSYEELVALGEVVGTESRGLSADTLASLPSVTYEAK
DKQDSNTEQCVICRVEFEEGESLVALPCKHSYHSECINQWLQLNKVCPMCSAEVSTPGNSQA*MDASKETTPGGGGGVGE
VNPSADQNRSPNRPAAAAAAGGGDDDVSAAAAAAGAADGAARRPFTALSQEEADLALARVLQEQERAYMMLSGYGSGYSG
SDAGSYDDYDDEGSDYEEEEEGALPGGGDGDEVVGDAEVDPAQYEDDEAYARALQDAEEREIAGRLMALAGISDWQGMEH
DGEYDGAYAEEGDSAQDAWEDVDPDEYSYEELVALGEVVGTESRGLSADTLASLPSVTYEAKDKQDSNTEQCVICRVEFE
EGESLVALPCKHSYHSECINQWLQLNKVCPMCSAEVSTPGNSQA*                                   
>Bdis_3g44730                                                                   
MAAKCRCTVCLEEYEAKDVVRVLPFCGHAFHVACIDAWLKQQSTCPICRASMRATAKHRAGSAVAMPPVYYAIAMARPST
SSSDGSNTLQGEAVSTLAPAAADHVEIVVADEPAPEDHVEIVVADEPVSSGAGAGASCPSRTPAPAAASGNPASTGTTSQ
GIFVLETEQSSQGILI*                                                               
>Bdis_3g45270                                                                   
MQAPGSKGMQRGYYAYSRRVLLLAPMYDHRENQQAVVAAGQEAPASAGDVSGGGVPTATGTGSSFDANVVMILAVLLCAL



ICALGLNSIVRCALRCSGSSRRAVLSSSSPAGDQERQRQLGSAAQAGMRRKALRAMPTLVYSAASASAGADSPSCAICLA
DFEAGERVRVLPKCNHGFHVCCVDRWLLARSTCPTCRQPLLGAQRKTSSCAEAAPGRSFLVPLRPEGFVTSYDF*     
>Bdis_3g45890                                                                   
MSCTSPDPPDYCSAVSPELKLYQAFIFSVPVFFTFVLLLFFYLFYLRRRRANWQSLMRANNLIRGDNPRLECGIKKEVRE
MLPVVVFKESFLIRETQCSVCLADYQPDERLQRIPPCGHTFHIECIDHWLSKNTTCPLCRVSLLPAPKAVSIEPTDLEAQ
TAEEDSSLSVQHQAGDENRRQEDQAVEQGSEGLTHQDEEPRSNVEASVRVVFEPQIADAEGSQGAVCLPSKPKK*     
>Bdis_3g46030                                                                   
MAMQGAAADSLSSWAVAPAAAAAAAPSMSLNDVLIMARIFLVFAVFALALVFLLYRFYNCFPTALGWPPRIGGAGAVAAV
GNKNKGVDLELLRSLPVTVYRARGAPAKGFAEDVVGAEECAVCLAELEDGDEARFLPRCGHGFHAACVDTWLASHSTCPL
CRVAVAAKAEPDVSLQAALASTSPRLPPVAPEPANYRNVVLPLPASALLLGAYDHATRGAVPSDGGASSSTPAAAALAID
IREACGVPRDAAAKSPGLGRPRSLKKLWSFGRPAGSSIPSCSCGGGGGTADVEWAVSICTVGTRAELPP*          
>Bdis_3g46040                                                                   
MATQGSDQGAASAMDSSSGWAVAPAAAAVSAAGPSMSLSGILTLAGIFLVFAMFALALVFLQYRFNNGFPTAPGWPPRIG
VAAAAAGNKDKGVDPELLRSLPVTLYRAPSAKDSTNGSGLECAVCLAELEDGQEARFLPRCGHGFHAACVDTWLAAHSTC
PLCRVTVAKAEADVITSSRPRLAPVPPEPANYAAANVVLPASALLLGTYDQATRATVPSDGGASSSAPAVAALVIDIPEA
CVVPRDAAAKSPGLGRLRSLKGLWSFGRPAGSSIPSCSCGSGGGMADVERGVSIRTVGARAELPPEASSTCATPRPAV* 
>Bdis_3g46500                                                                   
MAASRRRSFASAIFTVIASCAAAQSAGGPGPNYNSMSLSDVMTISFFMAIFFPIFVVLLAFACLRLFRPPDEPAAADAAS
SQWSHGPKEGLDASEIAALPLVSYRDVKEHRISAGPTVDPLECAVCLLEFEDDDSLRLLPTCPHAFHPECIGSWLEKHVT
CPLCRANVLDAPPDPRELLQVVQPPSPPHETAVASPPDSPPAHDTVVLIGADVERSEEEEDEIRSRIALARTQREAGRQV
LPRSNSTGHERAGGGGMERFALRLPEHVRLEILMSHRLRHATSAVASVRVREGSGYDQGAGGNSVRSAVARLISLFAPGA
GWKGDDEDRSGAGGSSRRRRDESARGAGEEKRSD*                                             
>Bdis_3g46510                                                                   
MASSGRRSFVSAILPAVASCAAAQSAGANNSIMSFSNSMTVCFFVAILAFPILAVLLAFACLRLFRPPDDNDPTASESSS
GGRPREGLDASEIAALPLVSYRDVKEHRISDGLTVLDPLECAVCLLEFEDDDSLRLLPTCPHAFHPECIGSWLERHVTCP
LCRANVLDQAPKEPRELPLPPQETSASSSPPEAPPVHDDTVDVLIGAEDEDAARGRREARRQAVLPRSNSTGHERAGGRG
MERFALRLPEHVRLEILMSHRLRHVTSAVASVRVREGSTHDYPGGVSVGGKPGRSAVARLLSLFAPGAGWKGDNNEDRSG
ASGSSRRWWRREQEKKREAIKKTEP*                                                      
>Bdis_3g48920                                                                   
MEGMWKKAKKALGVGLCAHLPAVAGDREDGASERRASDAFSQDYVALAAAHTSAPNTPVQAEAGALRRCKSGAKSSKKTC
AICFDSMKPGHGQALFTAECSHMFHFHCISSSVKHGNYVCPVCRAKWKEIPFNRSLSSIIPCGRSGLNVNQARLPQQDAY
MALLRQVPNRQRETAALHTCEPVEFNDDEPLQQMEAPHSCDVRSSRTVEMKAYPEFSAIPQSSSPDDFAVLIHLKAPCGN
PEKVTSRMVNATSVGYPTSRAPVDLVTVLDVSGSMAGTKLALLKRAMGFVIQHLGPSDRLSVIAFSSTARRLFHLRRMSH
SGRQQALQAVNSLGAGGGTNIADALKKAAKVIEDRSYKNSVCSIILLSDGQDTYNISSNVRGTRPDYRSLVPSSILNHTV
GIVPVHGFGFGADHDSDALHTIAEASGGTFSFIEDEGVIQDAFAQCIGGLLSVVVQDMRLTVECAHTGVKLRSIKSGSYL
SKVAGDGRNGSIDVGHLYADEERDFLLSMSFPQSREQITLLKVALSYRDPVTNEGIKVQGDEVKILRPKSPTSEPVCMEV
DRERNRVRAADSIEAARAAAERGVLSDAVAILEECRRILSESYSSKNGDRLCMALDAELREMQERMANRQRYEASGRAYL
LSGLSSHSWQRATTRGDSTGSSTIVYSYQTPSMVQMLQRSQNHCPSPQAPRPQIIVPTRSFMQKPQPR*           
>Bdis_3g50140                                                                   
MARGANHTASRSPPMNATAATITTTPSRSPPPTPADAWGPYASSRAFFSNVATILIILACVSLLAFSLHAAARFLVRRLA
RRRASASAHAQPHPPKPPSDDAAAAGCSVESGAASVELAGGWAEAECAICLSELEADADGEDQRVRVLPACGHGFHGACV
DGWLAARASCPTCRAPSRLSRAGEP*                                                      
>Bdis_3g51330                                                                   
MAQLWAVFLAVGSLAIGMLGVLGVWLCYLFQAVAMGPPPAPPPLAPEPRDDDDDNDKNGLSKAELTQLGGVVLAEAAAGE
EEALCPICLDAMEPGRAVRVLPACNRAFHQDCVDRWLAISPRCPVCNIWATPQSPRASPAATKTALGC*           
>Bdis_3g51530                                                                   
MATPQSPSPRGDALLDSAPLLGGRARRRGVLRRPSLRGTARLLRQGGRRAMREPSLLVRETAAEQLEERQADWAYSRPVV
ALDLLWNLAFILVAAVVLVLSSDESPSVPLRVWIAGYAVQCVLHMVCVAIEYRVRHGQRGGPSMAADEERGSDGSSSSTD
EDAGENVTHGRIGDCVSIAKHLESGNTMFSFIWWIIGFYWVSAGGEVLIRDAPQLYWLCIVFLAFDVFFVVFCVALACII
GIAVCCCLPCIIAILYAVSDQEGASEDDIRQIPRYKFRRINEPEKQSVSMTGSSGGMMIECGTNQPIEKVLAAEDAECCI
CLSAYDDGAELRELPCAHHFHCACIDKWLHINATCPLCKLNVRKNSSSSGSEEV*                         
>Bdis_3g51535                                                                   
MATPRSPSSRGDALLDSAPLLGGGTRRRGVLRRPSLRGTARLLRQGGRRAMREPSLLVRETAAEQLEERQADWAYSRPVV
ALDLLWNLAFILVSAVVLVFSSDENPSVPLRIWIAGYAVQCVLHIVCVAIEYRFRHRQRGGPSMAADEERGTDGSSSSTD
EDAGVSIPHGRIGNYVRIAKHLESGNTMFSFIWWIIGFYWVSAGGEVLTRDAPQLYWLCIVFLAFDVFFVVFCVALACII
GIAVCCCLPCIIAILYAVSDQEGASEDDIRQIPRYKFRTMDETEKNSVSLTGSSGGIMIECGTNQPIEKVLAAEDAECCI
CLSAYDDGVDLRELPCGHHFHCACIDKWLHINATCPLCKLNVRKNSSSSGSEEV*                         
>Bdis_3g51600                                                                   
MLGSGLNLVTTVIGFGMSATFIVFVCARLICGRAVRAEAEAEADVVSLAAARAMVTGAAPFDFDVEFRTADLDRTIEHTC
SGLEPFVVAAIPTMKYSSEAFHSKDDAQCSICLGEYNEREVLRIMPTCRHNFHLSCIDMWLQKQTTCPICRISLDLPGGK
TIASPARSPPQLFGHPESSVIRSPHWILPIHRDRTGGRENRQTSQDSLEVVIEIQHEMR*                    
>Bdis_3g51777                                                                   



MGFPVGYSELLLPRLLLQVLLLLGQLHRFLLWAFQAVGLGDLIDLGNPPMTTTAQDQEAQWHAHASLQHRRPDFRALPRM
DIIIEEALPVLRFDELLASSSSPPCCDDDCAVCLSGIAGEDEVRRLPNCRHVFHRGCIDRWMAHDQRTCPLCRAPLIRDD
GALWATSAGLPDASDYDLYSYPSPLPLAPTPTLLRPHEGMLKAWGGFRETPNPPAPVKE*                    
>Bdis_3g51810                                                                   
MGFPLVCYCFVIPKPVVAFFRFLSAVRDALLTVLSVVGLCSFPRDDRRSVDDAPLPEQVKEQLPAVEFGRLFLARPSSCC
HDTAAAAAATTCIVCLEKLEAADEVRRLGNCAHAFHRGCIDRWIDLGRMTCPLCRAQLLGPRRAGRPARQPPHARLVARG
SGSGQDRTNRPRASFV*                                                               
>Bdis_3g51980                                                                   
MARRLLEAAVEGMPPQDSLNSDLVVILAGLLCALVCVLGLGLVARCACTRRWARAAGASSSPPGANKGVKKEVLRSLPTV
TYVSDGRGGKADSSESEAEADECAICLAEFEDGQEMRVLPQCGHGFHAACVDTWLRSHSSCPSCRRVLVAADQMPRGERC
RRCGARPGPGVGIGIGAPLKAPCGGGEGPAFLA*                                              
>Bdis_3g52050                                                                   
MAMDPFPPPAPASTGDPLAVNIPPSLPSPSSPPSSSLNLSPSLLIIAALLAFVFFASVSIHFLLRCLSRSPSAPGLLPRA
VHRAASSSNSDDGAEATTTAAAAASSARPAAATASEEVVDDEKERLIASLPLFTMASALAALPKSSPDCAVCLSPFLADA
ELRLLPACRHAFHAACVDAWLRTTPSCPLCRAAISLPHPPLPTAAAAAGAGAGLQEPLDSRSSTNSRSFRVEIGSISNRR
SSAAGGDDHRRTYSLGSFDYRVDEEVEAVVSRIISRPTSAAAAKSTAGAAPQGPGDALAEAAGSRGWLRDYVDRLASSAS
SLSGRWSARWSQSHHSAHRQEEPWQWDPEAAAAAMSSAPRAADEDDAAGLMGLYRWIVGV*                   
>Bdis_3g52160                                                                   
MAAMVNPPPAALVPQPTWVPYEPTRDCSQGLCSMYCPQWCYFIFPPPPPAFDIAGPSGDDDSSGPAFSPLVIAIIGVLAS
AFLLVSYYTIISKYCGTFSSLWTRLFGPGSGSGAGGGHGADSSAGQQDPWNLSPSDGMDETLINKITVCKYKRGDGFVVD
GTDCSVCLGEFRDGESLRLLPKCSHAFHLPCIDPWLKSHSSCPLCRCNIAVGELEGRAAASPRQPREDRRDHEFVLTIGD
YSPASPRQTREEPAAQPVASSNDQGSTKDERPGRSGEANGIVEIREDGARANSPVSVQVPETQREARMSIADVLQANLED
ELTVAREGGLLAGSSRRCHGEHSKLPADAAANPPAPTKRLPPVGRSCFSSKSGRGKDSVPPM*                 
>Bdis_3g53502                                                                   
MSNRSACKFFVHGACFKGDYCQFSHDWNDQSNNVCAFYQNGVCSYGSHCRYEHVEVSYEHPPPTAAVAASNSYQILSSSG
CRICEEDRIVVSNQIQQTCKSASALSAHQPDRREDNNSVPPRRTTQDQASLPPAHLPMCSSAAAGTCPYGEECPQMHGNL
CTTCGKQCLHPYRPSESGVHIKLCKRNNKWLETLKKSEEIECSVCLDCVLSKSTAAEKRFGLLPECDHAFCITCIRKWRS
SSLTSSMDIDSTVKACPICRKVSYYVIPSSTWYSSKEEKQEIIDGYKAKLKSIDCKYFDFGRDTCPFGGRCFYKHAYSDG
RLEEVVPVAPALPPPRLHFHADDGSREHICILAQSVTSVGKASIHIS*MSNRSACKFFVHGACFKGDYCQFSHDWNDQSN
NVCAFYQNGVCSYGSHCRYEHVEVSYEHPPPTAAVAASNSYQILSSSGCRICEEDRIVVSNQIQQTCKSASALSAHQPDR
REDNNSVPPRRTTQDQASLPPAHLPMCSSAAAGTCPYGEECPQMHGNLCTTCGKQCLHPYRPSESGVHIKLCKRNNKWLE
TLKKSEEIECSVCLDCVLSKSTAAEKRFGLLPECDHAFCITCIRKWRSSSLTSSMDIDSTVKACPICRKVSYYVIPSSTW
YSSKEEKQEIIDGYKAKLKSIDCKYFDFGRDTCPFGGRCFYKHAYSDGRLEEVVPVAPALPPPRLHFHADDGSREHVRNI
GFAYLLSRLHL*                                                                    
>Bdis_3g53797                                                                   
MAPPSPESSALETVETKISPSILFVVAVLAVVFFVCGLLHLLVRHLLRRHRRRRRAAEQLADGGESATAFQGQLQQLFHL
HDAGVDQAFIDALPVFLYKNVVGGGADGDGGGKEAFDCAVCLCEFAAEDELRLLPSCSHAFHVDCIDTWLLSHSTCPLCR
SSLLLMAELSPPARGGPVVVMVLESESPSAESESSPQMADADNSEPSGVPGAEEMVEVKLGKFMCVEGNGAIAVPSAGDG
AAAAAGSSSNGEAGLGHGQRRCHSMGSSYEYVMEHHTSLRVSITKPPPKKTKHPAAVSRARGAMSECELGASLRLPPLTT
STTTSTQKHPPPPAMVAAGSKFLAKDSFSVSKIWMARKDAAGPGERRTVSFRWPVKEDEDQGRRKSGSEAAEWGDDVESC
GGNSAASAAASLAGEQRPSFARRTLLWVVGAGGRPQTSNRVGDCS*                                  
>Bdis_3g54247                                                                   
MGAGSSRADSQSRGRRRIGLGVAGCFCGGSSSAADAAGDGGALVAAASASSSRSHQVESRQVERAVSRLDFRASMAAKDL
RISSEPDQRVHPSSSTISHHLRFNSLECHDNKEGEPGIQKSETSGLESSSGKDAMIRGNFSDEGSNAERTSRELVEHAPH
NVHINAVCITEVGGSMSQSDFHSSLMTSERIMSDLEDGEITLHRTSSAAVLSSERSDISQSSLAPVLPATSTASSIIGES
IPDATPSRADIPIPSGSHGQIDGSTLHDDMISIFSNDGPGRSRDSSSSETRRNHRRVLWDSFSRRGSRGYLDSDSDDLGF
YTRWLDLGDDLFGDEVEEARYFHRRRHGSIRLNQYSRSRIREHRRAIFDNGNGQSTAACPLGIHQIGRCTCDSFLVAEES
SARASISRIVMLTEALFEVLDEIHRQPASLSLSMVSVQAPESVVNSLPCKSYKKLETAQCSADLEQCHICLTEYEDGDQI
RSLPCKHEFHLQCVDKWLKEIHRVCPLCRGDVCEGGTS*MGAGSSRADSQSRGRRRIGLGVAGCFCGGSSSAADAAGDGG
ALVAAASASSSRSHQVESRQVERAVSRLDFRASMAAKDLRISSEPDQRVHPSSSTISHHLRFNSLECHDNKEGEPGIQKS
ETSGLESSSGKDAMIRGNFSDEGSNAERTSRELVEHAPHNVHINAVCITEVGGSMSQSDFHSSLMTSERIMSDLEDGEIT
LHRTSSAAVLSSERSDISQSSLAPVLPATSTASSIIGESIPDATPSRADIPIPSGSHGQIDGSTLHDDMISIFSNDGPGR
SRDSSSSETRRNHRRVLWDSFSRRGSRGYLDSDSDDLGFYTRWLDLGDDLFGDEVEEARYFHRRRHGSIRLNQYSRSRIR
EHRRAIFDNGNGQSTAACPLGIHQIGRCTCDSFLVAEESSARASISRIVMLTEALFEVLDEIHRQPASLSLSMVSVQAPE
SVVNSLPCAISA*                                                                   
>Bdis_3g54747                                                                   
MESRWRKAKMSLGLNLCVYVPRTLDDDGSPSTGSSTAALVSPAASSAATSANTTPTAEQAAAGKVLMPTTPTPTSAGLRL
SKSGSKSFKKTCAICLTIMKPGQGHALFTAECSHTFHFHCIAANVKHGSNNCPVCRTEWKELPFRGPLPAEFPQGSARIN
PVNGHQNGGHMTLLRPLPRARSSGRLHHVTSLLPDTDRSIFNDDEPLELCEATEDPQQGCLRTVEIKTYPEFTEIPESTS
ERNFTILIHLKAPLAQNLQKPGSPECVNGPNTGRAPIDLITVLDVSGSMAGTKLALLKRAMGFVIQNLGSSDRLSVIAFS
SSARRLFPLRRMTESGRQQSLLAVNSLTSNGGTNIAEGLRKGSKVIEERQAKNPVCNIILLSDGQDTYTVSPTAGVHKAA
VEYCALLPFSLHSISQTSGGTFSFIETEATIQDAFAQCIGGLLSVVAQDLHVKVESLHPDVHFGSIRSGSYSSRITDDKR



NGSIDVGDLYAEEERDFLMSVNVPQGYGETNTSQC*                                            
>Bdis_3g55650                                                                   
MVTTSLPILVLTVLGILTTSALLLTYYVFVIRCCLTFHATSDSDSGSSSGGLISISISRRRRSRGSDNGHLPVVVAPPPC
GLREQVIQALPVFRYNKATKSNDASECAVCLGEFMEEETVRLLPNCLHVFHVDCIDTWLQGNANCPLCRAAIANQLPSVG
VDRLQRPEEVVIQMQVATDSAVDEGTAAR*                                                  
>Bdis_3g55780                                                                   
MGGCCCFSSGRSEADRAPVHIYHQQNLEEHEPLSSAFDGSSPASAIVAVDTNLDTSTPDTYRAPPAPLPYDVSLPVTENP
DSCADLEKSDIKSKTDDQQESLKVDEYESCEKGVSEDKAEEEDVCPICLEEYDEENPRSITKCEHHFHLCCILEWMERSE
TCPVCDQVTLIDEMYE*MGGCCCFSSGRSEADRAPVHIYHQQNLEEHEPLSSAFDGSSPASAIVAVDTNLDTSTPDTYRA
PPAPLPYDVSLPVTENPDLEKSDIKSKTDDQQESLKVDEYESCEKGVSEDKAEEEDVCPICLEEYDEENPRSITKCEHHF
HLCCILEWMERSETCPVCDQVTLIDEMYE*                                                  
>Bdis_3g56000                                                                   
MLLLGFVILVGLLLAACLFSSAARRLFSLLLGASPDLPPPASAAAARRCRPSATDQAAAAAAELVGSLPVRAHGGAAAAD
AGDDGDVCAVCLGELRADERVKAIPACGHVFHPPCIDRWLLLAAAAGHASCPLCRCHLGLKPPPPPAAAPADAANSQRQQ
QREDEAPAHASAA*                                                                  
>Bdis_3g56140                                                                   
MATGILSTVLLVAGVALMVLVHVLVVVWVLRRGFSESRRLSRVVGEHADQEAGDAGLTEEEVGELPCHDFKAELAGEEGG
DCAVCLEALRDGERCVVLPRCGHGFHAECVGSWLRKSRLCPVCRDEVIVAGPRKEAGADGAEVAVELV*           
>Bdis_3g56150                                                                   
MATGILSTVLLVAGVTLIVLVNILVVVWVLRRGFIARRLSRVGERADQEGGAVGGLTEEEVGELPCRDFKPDQLAAGELG
GGECAVCLEALKDGERCAVLPRCGHGFHADCVGSWLRKSRLCPVCRAEVAAGSPRKEAGAVAAHDAEAAVEVV*      
>Bdis_3g56160                                                                   
MATGIIPTVLLAAGVTLMVLVHILVIFWALRRGFIERRLSRVRVGEGGQDAEEAGAGLTEEEVGELPCHDFKPDQLAAGE
GGAGECAVCLEALRDGERCAVLPRCGHGFHAECVGSWLRKSRLCPVCRAEVVAGSPRKEAGAMAAEVV*           
>Bdis_3g56170                                                                   
MTVAVLLLVAGVALMFALHVLVVVWAIRRGAASREARERAAAAGGLTAEEIRELPCQDFKAGATGECCAVCLEALQAGDR
CRVLPGCQHGFHAQCVDSWLCKSRLCPVCRAVVQAPGRRGKASDEAAATEVVAGRLGGAELQIGSEL*            
>Bdis_3g56300                                                                   
MANSNSLSHHLLLPLAGDFSDDVFEPSSSSSSAISFPSFWPPFPSLLSDSDSSDAPFPPDRCAPARRGTAASFLGLDFHD
DVWAPPPDEGGEVGGLPLCWDCLQLEEHDQRWDLGLSDADEWEQVAGRGEEDEAAEGAAAVRSLDWEVLLAANSLGSLVI
DDDGGGGDIDTFLFHDDDVLFGQLATEAEHEEPPAKGGRAAAKAAVEGLPTVVVDAAEAGGAQCAVCKDGIEAGDGARRL
PCAHLYHGGCILPWLAIRNTCPLCRHELPTDDPEYEKWKARRAAGGANADASGDGDRYGIVTRQAEATSMNE*       
>Bdis_3g57880                                                                   
MMPSAHGGGVRQRTCRMYWCYACGRALRIISYPATDVFCPRCFGRFLHEIDPPPRPAPPLLLHPPGFFAPPQHFAPHYDA
QHRRWVVYGSAGPGAAPTVPGRAFRQPAPSPAPAHPPRQRMPSPPPVARRRPSTPPAIDPGDYFTGGDMNLNSLVEELTQ
NDRPGPAPAAASAIDSLPTVRITATHMADGSQCPVCKEEFELGEAARELPCKHAYHSDCIMPWLRLHNSCPVCRSQLPGA
GASGSNVAGRSHAAAQRRGGSNGGGREREPQGTMVRWGPLSWMWPPRGMEDPDDEWEYGRHGHGRGHGRPEAGDAGGNDL
SALQSFVLVATCVFFFSFFA*                                                           
>Bdis_3g58350                                                                   
MDMLLAALLVACALASSGTAQPTPPGKSYDYTAGAGSQQPPQQDMAVSTTMIALLAGAVAVFVFIALSIIYLRHCTGYYD
NAYTADRSTLPGAMDGSTFISRRHRQHRGTASTRGLDKEVVEAFPTMKYAEAKALRVGKTQALECAVCLSEFEDEEKLRL
LPRCSHAFHPDCIGAWLASHVTCPVCRRNLDPSKDPGSDDEPGSILPSAPAAAAESNHSDHSHSISSEIAAVVVVGLRND
GDVAIDVAAELEDEERRKEALELQRIGTQQRRAMRSRSSNKKARLVRSHSTGHDSLAAASAAAGRDDMERFTLRLPEHVR
REMMATASSWDQPSSTRRGQKSGGGVSASSRRGATKWPSFFACTTRTWSGRLPVFLPISRRAPEQSYDGGEVSSTSSSRI
RGKRVAAVDVVDGGGFAVGAADRFGGGEVGSVAVDVDYKATSRQVRT*                                
>Bdis_3g59496                                                                   
MEVAAAAEWPEERGVEEAVYLPRLLADVISGALTGLFALAGALTGAVTGAVAGRASDSGALRGAGLGAIAGAILSIEVLE
ASRAYWCSDRLGTSSMADFIEQLLHARFVQEQLGSSAHTAYRWQVSISDFAHDDMYDIFGDISLKGLSRESLKKLPEFVV
ADQAQGSFGEDLPCTICLQDMVAGETGRRLPNCSHAFHQPCVDKWLIGHGSCPVCRQDV*                    
>Bdis_3g59936                                                                   
MEPAADDSPPSPQQPLLGSPYAGAASGPGNHQASPPPAARPSRLAALIGRAAGRRGPSMLVRETAALQLERRRADWAHSR
PVVALDVAWNVAFAAAAAAVLAASAAESPAKPLRLWLVGYALQCVVHVSLVCSGPGRRRRAARARGPDVESDAANAGPDG
SGSEDDDDEEAMDERSSSVERCESVNTLVSFLWWIIGFYWVVSGGDMLEQGAPRLYWLTVVFLAFDVFFAVFCVAVACFI
GVALCCCLPCVVAILYALVGQEGASDADIGVLPRYKYSVANEDVEKGTDEGLMIPILNNSGASTSERILLNEDAECCICL
SSYEDGVELSALPCNHHFHSTCITKWLRMHATCPLCKFNILKGSEN*                                 
>Bdis_3g60770                                                                   
MRTPASLIHSSTTAAAAAAAPVSSSTTTMISIDSNMVVILASLLCALVCLSGLAIVTRCACRRGRRHPPLAGIIANNSLA
PLPPPARGLKKKAIDALPVVTTKGRHGQEEEDDQCAICLADFAKEEEELIRVLPGCGHGFHVACIDTWLRAHATCPSCRA
TITDETESSSPPRPLPGRCRRCGAACSQDDDNVAAHTEPPAATASRDETSFLP*                          
>Bdis_4g01330                                                                   
MSDDVVLIGAAMVALVAISFATFIWSNSNSRRSSSSSHGAVNDDVELGRRPGVDEAVLAAYPTSVYHKPPPYSRGKKDGE
GGAGGKEDDDDVEEGGGGAGCAVCLGEYEDGDELRRLPWCRHAFHRGCVDQWLRRRPTCPVCRRTEPSTTTTAATK*   



>Bdis_4g01350                                                                   
MAALVALSAVTFFCSNRRRGRTDGGQDDVELGRRRRGAGVDEAALATYPTSVYCTAKKAAAGDGDEGGGDDKEKAAGGEE
DDDDVDGARSCAVCLGEYEDGDELRRLPGCRHAFHRGCVDQWLRRRPTCPVCRTPPPPLAQANPS*              
>Bdis_4g02830                                                                   
MAAVIISSPPSPGDSMGSPGQAPAPAPEPSAAETAFTSGARRVSGGLSPPLIAMLAVVGAALLVVLYARLARRVLRAARR
QWRGWRRRRLLRLVLPGAGGSVSSPANDSFASFTTYDNYYHTFSPYSGLDDAAIKSLPSAHFFFPTSGAAAARDCAVCLL
EFADGDELRALPLCAHAFHADCIDVWLRAHATCPLCRAAVALPPPLASPPQHHRSSARRVRPSLDDLLFFHPVPPPPPIL
PPNDAEEITAAMASPESRQLNPRDFLLKRSYSFGFERNIMGGAMDQAVAATASPPWRYRLGVGGREDGRGGFGRSFWSKR
WPSPFGGAAAARVFSFRSAAAAKSSSPFSRRRGSAAAAPGAGGGFFMSLSSEPPSILAGARRSGRASSRLRCGDPEALLS
PDRLSR*                                                                         
>Bdis_4g03530                                                                   
MGSSSRLNRSVSLDQGRLPDAVQQARDRLLQRLNSVDLSGRRQKTPSSETIWAAVTHPADLAVSTSADSELRSLTSYFQS
SVSISALKVQECIADKHMPVTPCTEPDPMLQVPACEEGENATPSAECSICLERCGGPNGLIQLRCKHIFHSACLERWLRS
RGDCPYCRASVLLTSDH*                                                              
>Bdis_4g05690                                                                   
MAMGGAQFHADEGVVACKVAGDGHQNRRDVGKMEHGCEHYRRRCKIVAPCCNQVFSCRHCHDEATALGDRHNISRQDVAK
VICVLCDTKQPVSQVCISCGVNMGEYFCDICKFYDDETVKGQYHCHACGICRVGGRDNYFHCAKCGSCYAVSLRDNHQCV
EDSMRQNCPICYEYLFDSLKGTRVLDCGHTMHMDCFAEMVDHNKYTCPICSKTALDMTLHWDMLDREIEATLMPQVYRYK
VWVLCNDCNQVSKVGFHVIGHKCGHCSSYNTRSTSRPADSSGSSSPLMTDSSENNNL*                      
>Bdis_4g09350                                                                   
MFTRKVLVDIGSKVFWLGLVALLMLFILRSIYQDCVRYSQRPFSAPTPVPSPARTAAAAGPSMETCSCVNPAPVVHGGGD
DPRAARRLRATGPVPCVTEYRRGDGWREAMCPVCLCDFADGAIVRVLPPRMHYFHAACVGEWLHKGHATCPRCRAAPPSA
AAASGSPEYVISMDQLELS*                                                            
>Bdis_4g09360                                                                   
MAAEVFCLGFVTIFMLCMLKSLCSDCIGCFRRPASAPTPARTAAAGPRPAVPAVETQAAVRRPCSCVNPPPVVRAGGDPS
AARRLGATGPVPCVTEYQRSDGWREAMCPVCLCDFADGEVVRVLPPCMHYFHAACVGEWLRKGHTTCPLCRAAPPSAATA
TAASSGSPEYVIYVDQLG*                                                             
>Bdis_4g09380                                                                   
MSVAVVLLLHHCVLVTCWNRRQRLSSPAANQQPDHSVSLDLDLLSSSSRAALMAKAAVVCRKYGATEEWAGEPTCPVCLA
EFADGEEVRVLPECSHYFHGDCIDTWLAAADNPSCPLCRAETTPTPTHTPSPAGSSSLRAQMSLSVSLEDILVRT*    
>Bdis_4g09390                                                                   
MSGDDSSDPQRPSSGGGGGGYGGLGPSGYTAGVAVLVSLLLIVALVRLLRYAIRRSSKPPVQHPAAAAAAGAPSAPLEVA
VEMAAAVAPAAGVCVATYRRSDGWREASCPVCLCDFADGEALRVLPACMHYFHAACVGEWLHRNDTCPLCRAAPPPPEPP
QMPSPAVAPTA*                                                                    
>Bdis_4g12920                                                                   
MGAFCSCLQADYSDHHGNQASGSVYRNCMCLRCFTQQLINAYTVLFRVGTVHAVSQAIEATPLDSSESSFDTYRSPPRPL
PYDDPRFSPPLRDWFASRHDPSSHSPEESEPLRANYDEEMETMSSVDKPIKTNYDTKMKRCSSAYGDKLSRKESGNYFTY
FSPSAEDEDVCPTCLEDYTSENPRIVMQCSHHFHLGCIYEWMERSEACPVCGKKMEFNETT*                  
>Bdis_4g13960                                                                   
MPPPEHPLPGPNPKPKPPKPKPPKPRPEPLRDHVAVPEVPFPPDHFACASRCTDRCAHHGLCAPLPPPAATVHLRSSSSS
RLPTPLIALSASVLAASALLLVILLVCHLLRRRRQRQSAAAPLTQHLGNAEAGTAPPLALSEGEEGDGGVHHVWYIRTVG
LDERAIAAITALVYDSGKCRRVGQQLLGGDDDGCAVCLAEFRDGETLRLLPRCGHAFHRGCIDVWLRAHVNCPLCRAPVT
AKPAPAATAPSSAGIDGEAAPAAAADPAVGGGAGAEEDEGGLREPAAVRRAVSMVALPRRAPWPEVSLLREPASNSGREG
EMGLLKVSGVLKLSEALEMVGVGRSGRSMSFGSALLPARSGQPAATGANNADETPR*                       
>Bdis_4g15190                                                                   
MLPGVELARRRRVHYRGDGVGGAAGGDHHQQLGATAQAVSGVVGPALAARIRLEEKLRGAAAPSSSSRWGRLTRDKGASS
RQQNIQQEQQQVLTASTEFRSPSTAPALPITTGCSSEMNRTLSKADVCAVCLDEVWERRQRVTRLPCSHRYHSDCVLPWL
AIQPDCPCCRTVVPSVDTLS*                                                           
>Bdis_4g16000                                                                   
MASGTDEKAKMESLTSPAAFVEGGVQDACDDACSICLEAFCESDPSALTGCKHEFHLQCILEWCQRSSQCPMCWQPITMK
DPTSQELLEAVERERNMRTNQTRNTTIFHHPALGDFEVQHLPVVGNDAELEERILQHLAAAAAMGRSHHLGRREGQRGRS
VSNNRPQFLVFSAHPNTTSAGSISSSSAQGEGASDLRILVPTAGDLSPRANSIEEAGNQSPGMLTYDAEQDAVVSSGNST
PVSSPRFFNRRHSTGQSTPDRAGPSDLQSFSDSLKSRLNAVSTKYKESITKSTRGWKERLFSRNSSVSDLGSEVRREVNN
GIASVSRMMERLETRGSSRGSDSPTSSTSEVCPTAESSNERVTESNSTNTTSSSNTSAPCVTTSGSN*            
>Bdis_4g16230                                                                   
MAAAEEEEVRLEVEAVTAMYGDDCRVVLDFPPHLVVHVRPNTADDSSQQFVELFLGIKASSQYPKEPPDVYAVESKGLDE
TRQAYLISSIQNKAKELSYYPMLVTLCEEAGEILSNMNHPAGDCPLCLYPLVPEDKDDFALPFMKLMSCYHCFHSNCIMR
WWGWLQQDDVTSKQTSTAVTTGVIDSSGGLDLSRSGKIYNANHHKGFCPVCRKVFDEKDIKHVHDLLDANTSQLMGSLTI
DLEDDDKELLYSEAENKRREKFGSLFNLQQERNGLIEPKKDLAIQPGMYLSLPPIEPTTTEADSTNSCEENTTSTSETDP
GSMGNNTGSRNKQNNSGHRRRNRAYVPKRQPQGQSTGQQWQRGQSAGQQWQRKDTGNSQQ*                   
>Bdis_4g20690                                                                   
MGDDWIAARYLLSSILGRNPLVLDHVDEESFPVDASNPRAGGGGGRGGPVAVPAVRAPESVAGTVCAVCTEEIAAGDAAA



RLPCAHWYHAGCIAPWLGIRGTCPSCRAEVPPSLAGGEEEGGGGGVGEKPRAGGAAGVSGLRRERGASPHEQEYLPGADG
GVVSG*                                                                          
>Bdis_4g26540                                                                   
MAVRVPEHVLDDGGGDGGLSSRGAFFARRRGPPSYFSSSSSFSGAPADPASSEAMAALLRRVVLPEPETTRREDCCAVCL
DGLEDTGTGAGEPAAVRSMPCSHSFHEGCIFRWLAVSRVCPCCRFPLPSAAAAGAGTGKRTN*                 
>Bdis_4g26570                                                                   
MDGHGGSGSGADHVHDDASPMAADEVLSPSQALRLIRLYMSDLARESGNGAGGGDGHEAAIQPDDGGDGQFTILHIHGST
TGTGDDDGVGVGGEYNDGTFMMTVHTVHIHSHAGAGEEEGLGVGSEEGAYRDGGFGAVPASRAAIDGLPEAAANDAAVRE
ASCAVCLESLVPSSDGGGRIKKMPCCSNGFHERCIADWLRVSRLCPCCRFALPAAAEEDNDDGDMEEGEVRGFRPYVLHL
EEEDDGELEEGELRDSSESQEEEEDDDEMEEEDDDDMEEGEFRVSNSVRRLEEEDDDDVEDELDDWMEYDEQEEEDDDDD
AYGAKEDDYML*                                                                    
>Bdis_4g27590                                                                   
MAPLAGGCGGEGTLARWRRAAAKRIGLSCASFFSSHAASPSPPPPKTISCSAVNTPADSSDEDQEKLEEPTSTRLADKNF
CAICLETLSTSSNDIHNGDRPAIFTAQCSHSFHFLCIASNIRHGNVTCPICRAQWSQLPRDLKVPPLLHNQSDPILRILD
DNIATSRVNRRSSIRATRYNDDDPVEPYTLTEHVDPCLRFALIPSPVVAHHHVLGHYPCGRMMPLQQHCQYSSSSMLSPT
QVASPSAQRRAYLSVSLAPQPAMDLVLVVSPNGPHLRLLKQAVALVVFSMRAIDRLAIVSNATTATRAFPLRRMSSHGKR
MALQVIEHLCAVGGTDPVGALQKGLKILEDRAHQNPSKCILHLSDNPIRGYVGVDMNTSSIPVHQFHVGLGFGVQNSFVM
HEFEELLARLLGGVIGDTQLRIGEHGGVVRLGELRGGEERRIPLDLVSECGFVLVGYSYLEGGREEQPRTGEVAVGFEEK
GDNRYHGVGDMGPSISGERRSSCCAENWDHLDPFMARRWAKHFNVYRA*                               
>Bdis_4g28050                                                                   
MEHATCDDAHEHVINVAHGETASTSTGHQDLHSDTDEPHQEDRPSTSTRTPSPESSASTSPTAYNSNSLSFPRRDSIYSH
GRSLWNSGLWISFELVIYVAQIIAAIVILILSTHELPHAPLFAWIIGYTVGCVASLPLIYWRYVHRNRPSEEEPEQPPTT
YPTLTSSQSSEGRNQRTSGTVLHLGCITVSCPRPSILAYHSKTAVDCFFAVWFVVGNVWIFGGRGTSSDAQDAPNMYRLC
LAFLALSCVGYAVPFIMCAAICCCFPCLISVLRLQEDLGQTRGATQELIEALPTYKFKPRRSKNWGLDYASSSENLSEGG
ILGPGTKKERTVSAEDAVCCICLTKYGDDDELRELPCTHLFHVQCVDKWLKINAVCPLCKTDIGGVVRSLFGLPFGRRRV
DRVTGRGVASSRFTV*                                                                
>Bdis_4g29340                                                                   
MAAVSSRKILGWSLVRREITSGGDGFFAGPPALAPPATAGQQQQQQEQPGPGPSAMAARITPAVLFITVVLAVVLLVSGL
LHILRRLFLKSHRANARAEAMERQLQQLFHLHEDGPGLDQAAIDALPCFAYGELELSLGADDAKEGEGDEEKGYKKKKGT
RPFDCAVCLCEFAAAEDRLRLLPLCGHAFHVACIDTWLRSSSTCPLCRTQALSASAQAPPTADTDTPSVLETPTGVEEQQ
KQDDDASKEDAFFPGSVVLPVRLGRFKNVQDGVQESSGSSRRLDARRCYSMGSNYRYVLAEENLVVSVRWRPGDSTSGAA
PAGGVAAAAAARRSEQQGKKVCAASRGDSFSVSKIWQWRGSGRRLPALRADGSESPAPDDGLPWAQAQAPARTRSARQEI
DT*                                                                             
>Bdis_4g31030                                                                   
MSATAAGEAAVEERLEALRRKLGRKQHFEEAVADLAGTLRDRYAGASPALRESMYSTVCRVATVLQTRYTAPGFWRAGLN
LFIGTEKLVTNPSEKERLKSCISRAREHLDEKENEESMPRNREADSRFLFEGHLTVGPEPPPPAWLVAQNLARELSILSE
PSGDRPSGDQDGNDRTHLRDEEMAPAIMNFLNTISGDRDLETALEESLQGITAHPKVPPASKEVVANLPVVTVTEEVIAR
LGSETQCAVCRENLVVDDKMQELPCKHLFHPPCLKPWLDENNSCPICRHELRTDDHAYESRKEREREEEEDRKGAANAVR
GGEFMYI*MSATAAGEAAVEERLEALRRKLGRKQHFEEAVADLAGTLRDRYAGASPALRESMYSTVCRVATVLQTRYTAP
GFWRAGLNLFIGTEKLVTNPSEKERLKSCISRAREHLDEKENEESMPRNREADSRFLFEGHLTVGPEPPPPAWLVAQNLA
RELSILSEPSGDRPSGDQDGNDRTHLRDEEMAPAIMNFLNTISGDRDLETALEESLQGITAHPKVPPASKEVVANLPVVT
VTEEVIARLGSETQCAVCRENLVVDDKMQELPCKHLFHPPCLKPWLVTSPFTP*                          
>Bdis_4g32634                                                                   
MVALAAADLAAAQQKSSPPLPGDPRYATQFSPSMAIVIVVLIAAFFFLGFFSVYIRHCYGDRSGYSVNPLPAGNAARSRR
QQRGLDKAVLETFPTMAYADVKEHKSVKGALECAVCLSEFDDDETLRLLPKCSHVFHPDCIDTWLASHVTCPVCRAVLDV
PDDDPAAAPAGDDVSVEAAELSAPPVPAPPPQESPAAAVVIDVAEEETEEERIIREETDELTRIGSLKRALRSKSSRRAP
FPRSHSTGHSLAAAGGTRAGTGAERFTLRLPEHVLKEVVAAGKLRRTKSLVAFPASRQLGSTRRGVLFRAGGGGDGSSRD
GRSVRLGQSGRWPSFLSRTFSAAWGSRSTRRAAESDGSSKGGKAAGRGACSIPIFVLAETCI*                 
>Bdis_4g32660                                                                   
MPYRAQPSGGHETVNFNCTANPLDCLPISCPGGDECDDFAAPPPPPLPRAPTPVDHQLPVRLLLTVSLLSAFLFLSLALS
ALLIYRRRRLLRRRRRSATAPLPHGEGFDDGDEEAGGGGGGDVHHVWYIRTVGLDEATIASIATKEYRRGVVGWGGDCAV
CLGEFDDGELVRLLPRCAHPFHAPCIDTWLRAHVNCPLCRSPVVVPSAAVADAGTEGGEAEEHQVFELSPSESLAEGSED
SDASSETQSEDTEASVEENGSGPAKPIRRSASMDSPLFLVVVPEVRDAAVLANRKLPNGRNMKIFRAKEKEAAGTSSSSC
QAGGFRIGRSMSSSGRTFFFSRNGHSSGAVLPL*                                              
>Bdis_4g33130                                                                   
MGISSMPAPKESLLIYLLFNAVVSIAALAGLLRSVLVFLGLPAPPPLLSGEDGESDHHHQQQLAAGPSLAERFRSRFRPA
RFGRRRGGAAAAAPDCRVCLVRFEAEAVVNRLPCGHLFHRACLETWLDYDHATCPLCRSRLLPPAAADDSRSPPAPGLAW
I*                                                                              
>Bdis_4g34450                                                                   
MSTISGARRASGRQGRSADKVVVNLDMSSQELGSRRGVSTSSTGARTSPIDVEALDDEVQAILPSQVPPQRNGRIRRQPV
TVVDLEVDASQEGNKRRRVAPVINISPETGEGSSLQSKNAVKTTKEPAKVAPKEPIFTCPVCWNKLEEPSTTICGHIFCT
SCIKQSIQVQKKCPTCRKSLRMNNFHRIYLPNSVASG*                                          



>Bdis_4g35710                                                                   
MATPNTYAVHVSSETHKVEAWCESDEALARQLQEEENSRDATATREFAGNVSLESSSPTVEYRPANNAAQNMQVAMEDNV
DPDNMSYEQLQAFGEAVGTQSRGLSDDLICYLVPFRNKCNFFSSKKNHEECVICKSTYKSRQKLIRLPCSHCYHADCITR
WLKINKACPVCNEEVFG*MATPNTYAVHVSSETHKVEAWCESDEALARQLQEEENSRDATATREFAGNVSLESSSPTVEY
RPANNAAQVAMEDNVDPDNMSYEQLQAFGEAVGTQSRGLSDDLICYLVPFRNKCNFFSSKKNHEECVICKSTYKSRQKLI
RLPCSHCYHADCITRWLKINKACPVCNEEVFG*                                               
>Bdis_4g36320                                                                   
MEDSKGSGGGDRPSADHNPSQNQPPPVAVSGGDDDAAAAAAAAAAASAEAEDEARRPFTALSQVDADLALARVLQEQERA
YMMLRMNGGGGGEGSDYGSSEAGSYEYDEEAEEDYEEELEHHLRVHHHEHTTGDGGDGDGDAEEEEEGEEGEGEGSEGSE
YEEEGFEEDEDVEEMEPEVDPAEYEDDEAYARALQDAEEREVAARLLALAGISDWRAVEHVEEHVNDAQDSWQEVDPDEY
SYEELVALGEVVGTESRGLSADTLASLPSVTYKTKDVQDGNTEQCVICRVEFEEGESLVALPCKHSYHPDCINQWLQINK
VCPMCSAEVSTSENKQA*                                                              
>Bdis_4g36360                                                                   
MPASASAPPSMDAQRAHLERVVGVTTTVLFVASVSYVAFSALYGCIQAGRNRRVVVADADPGAAARPGEEEEEEETKRAL
EGLPVQVVVVRDGGGGSDRKGAADQAVTEEVDGGECPVCLAEYEGGEEVRVLPACRHRFHRECVDRWLLTRAPTCPVCRA
PVPRVKEGCAIRHADAAGIGAAGALPPAMAMAP*                                              
>Bdis_4g37430                                                                   
MRHLLQSVEHLEAAAAAPPSAGGVHTDTFLILAAVLCFLLCVVGLAFVARCSRLCNPSAFSVDADADLAAAAACKGIKRK
ALDSMPTVSWARPEQEGGDEEERPECAICLAEFARGDTVRVLPACGHGFHAACVDAWLVSSSTCPSCRRTLVVSTGCAGA
GADVEAQASGSGSGSAAGAGRCRSSAP*                                                    
>Bdis_4g42620                                                                   
MASGVSTSMVLTLLGFCVSVLFIVFVCSRLVCALVRRRRRRSRATPLPPGFPPLAANYFFAVQVDRLGGAQPAPAGLDSA
AVAAFPTRAYSSSAAGASTPSSSASSDAAPQCVVCLAEYEDKDLLRTLPYCGHNFHVACIDVWLKQHTTCPVCRISLSDY
PDSKHTVPPLPSAAMTPPYSPEASRSDPCHCLFVGTGHSARSSDVLRNEPDQANQTVPGPSLDGPNNLSLSEVTSPGENN
NDTVK*                                                                          
>Bdis_4g42660                                                                   
MELDDAPSQHQLPAAGGVVLLVDDDNLSIEERRLAAMYSEEELDMMPPPGFELGPGGSHGQGGADVDLEWASLVAVSLGV
DVPVLGSAAAPVNSLPGTAIMEEAYAHGGFGALPASGYSVATLETRKHDAGDGGCVICIEEYEVGEELSVVPCEYRHAFH
RSCLEQWLAQSRLCPLCRHALPAKGDERWA*                                                 
>Bdis_4g42670                                                                   
MDDDDDDDAQLLVGHDDLSLEERRLATTNSEEEELDDTMPPPGFELGPWGSHGGQGGADVSTAESWDIMWPYYYTPGSPG
PAPPPTGPSWSSWERVTPQHGRSHGHGSDLDWASHGQGADLSAASPGAADLSWAGLVQISRRALPWTYGVTASALQRIED
EDNDEIVTMEEEGRYLREVLGMEDEDDDYGDADVMMDVAYANGGFGAVPASGESVSTLETRKHDGSGGDGGCVICLEEYE
VGEELSVVPCEHRHEFHRSCLEQWLALSRLCPLCRHALPAGRA*                                    
>Bdis_4g42700                                                                   
MELREYNERENTANPEESRSPAAAAAAAAAARIQSIADTRAELTAVCALLRRMEERANWEDERERRAGVGWDSWRRRVVV
PAAAAAKELQTTRFEYGGGGAGDCCAVCMEDYKAGDELSVVPCSGKHRFHRRCLAAWLARKRICPLCRHALQPKD*    
>Bdis_4g42730                                                                   
MAMAGEGTGDVVMVLDLSRAGRELYIPLRVDGRVRNLQVIRQIIGAGAAAYRRPEAIMNSSVVQDAEEEEEREEEEDQAR
DGDEEEEEEQSADQLLPVPRLPGRVGPSPFRSSGSGAAGLIPRPMKLETTRYDGGEAGEGGVSTRTGCAICMEEYEARDE
LSVVPCAGKHRFHRSCLAPWLARKRLCPLCRQALPAADDEPH*                                     
>Bdis_4g42920                                                                   
MKMTCRGWCSPSAAALHVLPPASRRPGAPPASSAAMAALRETTGSESGEKSCALCLEEFKAEEKLREMSCGHCYHEGCIF
PWLRVSGPARSAANGCREEKQGDGWLDAGSV*                                                
>Bdis_4g42930                                                                   
MLAQALEIEYPLPGDEDDLPRLVITIRRRTAGAAAGIDAVPPASSEAMAALPEKTGSETMEKSCAVCLEKFKAEEKLREM
PCGHCYHSGCIRSSHGCASAVPARSDAKGCRQKKRGDGFKLDLYELC*                                
>Bdis_4g44205                                                                   
MEPATREDDRRHDSRAGGWYGEEDPPWIALRHRYSRDFIVRVEQERDRARSAEAAIDGEQWDDDAVDAHRAYSDPASKKA
MLDMPVPEVGETREQDCAVCLEDFVAGAGAKALRMMPCSHSFHQSCIWDWLLVNRLCPVCRFAMPPKSADDELVMVEKEA
TSEQAGGNGTEECPSTEPHSQSL*                                                        
>Bdis_4g44210                                                                   
MTMTGSLALQDWVRFRLEADAAYKAELAEEAKRDPADAEEIVGMHVPAAGKTSETECDICLGELFRDGGCEFKKRLRMMP
CSHTFHQSCIWDWLLDDRRCPVCGYAMPSEKRRRVEEEMDSQRLRLARVNIN*                           
>Bdis_4g44277                                                                   
MSGNQAQSSDYELLASQPDAQCLVCTRPFTLDTEVTNSFEALAICRECKATVLNDNETDVTTSSTNQQRRHRRRRSRTAS
LGSSEDAFSQQFSHLINLARQGHEADIDSPTVLRQLMSYNSTPNQSQRWHASDDESDGLNYADSVFDDHESNISFGDYAE
ESDASLDQHSMVGRVISIQLDNESYMNTDTDIDPMNTGIDQWDSDDQEDEDVQLEESDFDEAVDTMRQYQQQSRGIGPSE
LAGWESEEGVWAWRMTASQRANMTNLMADMEGPEIRTPFVGNPGDYADARQFEMILEQFAEDNNSRRGAPPAATSFVGNL
PSVYISKSHETDGGVICPVCKDPMPIRTRAKQLPCMHLYHSSCILPWLSSRNTCPVCRYELPTDDREYKRSEQAATNERD
DRLIEEHTRLQEFVEEIPDEPEVEETHYTPNRAVEETNTSEHGAEHSTHVLVICSLKTQGDSSLLPVRNLPSAKLYALFY
SCNILWPGPEKIRKKLRRQGVKGPKPTFLHGNTREMKSICHELKPVKKQDSNNYISTLFPHLLVWREAYGPVFQYSTGGR



EILHVSQPDMVKDIGHWTPSELGKPSYLKKSRKALLGGGLFTVNGDEWAYQRKVMAPEFFMDKIKDMIQLIEDATAPLLE
AWESILEGAGGSTEIVVDDYVRNFSGDVISRACFGSSFAKGEEIFCKLRQLQKATAQRDAFVGLSAVWKHLPTKSNRAIR
NLVEEVRLLILELAKANRNENGAEHAATHNNGLLRAIIDGSHGPLNGGTAEEFIVGNCKSIYFAGHESTAVTAIWCLMLL
ATHPEWQDRVRAEALELTMVIQETLRLYPPASLMMREALTDIKIGNLDVPRGTIVQVTRLMLHLDKEAWGADANEFRPDR
FANGVAAACKPAHMYAPFGLGPRICIAQNLAMAEMKVLLARLLCRFAFSPSPSYRHSPAFRLTIEPEFGMPLVVTRL*  
>Bdis_4g44330                                                                   
MDPVVVVEPRLRRRRRELAPPLSYPPAPLPPPVPSPLSLTKEERAQDWVRFRLEADAAYKAELAEEAKRDPADAEAIVGM
HVPAAGETSETECDICLGELFRDGGCEFKKRLRMMPCSHTFHQSCIWDWLLDDRRCPVCGYAMPSEKRRRVEEEEMDNQR
LRLARVNIN*                                                                      
>Bdis_4g44450                                                                   
MDGFLVSVEEVLSAEWMTGPAELVTDVCLVITFAVLLLSMLAKLALQAYVYVVLYRHGLLPPKRDAGVGEEGAAVGMAIY
CLVVVFGASLALMAMWELLDRMLEKRRRDEAPKLVACLLSPPPSSSPSGKKKAKEYCVVCLGEMDGDDGCCVLPACRHVF
HRECLTSWFVTGDGDGRNSCPLCRAQVQRPPAGAGIV*                                          
>Bdis_4g44520                                                                   
MEVDGDLVFYSVIAAVLLAGVVVYVCFFYDSPEDEAAAMALRIVDHATLPRRQRRHGQDQESLDCTVCMGKMEEEGEACC
VLPACGHEFHRDCMAKWIQTSRRITCPVCRTFVWHPDPVVASMV*                                   
>Bdis_5g01020                                                                   
MQHNRITMLSSSETCHIGSSSSNQAIDQQSLLPSNPAVDDQSHTLESENYPHYLLNSREVGMPSGSMIGQQNTSLSLWDS
AGSSSMGCLADHDTLLQAKREHFAPSLSIGRPLTTEGRRRESSSSLPSHNLNIDLNLNQADQFDAVNVDMVQGNGQSGMN
AFTLNRGLSATEHAVRHEISSDATGGSSHTVNLFNGTSGQETGVDAHRSSSKRKNIAGSIAESSASGSSRNHRQNNNMLQ
PSETTSFNMPSTDYGFSYLPTEQLNRNADTAANGVFSDPYAPSDHPHENERFLRNTRMRISTSEYDESLPNLLPEGSFRC
SAYQPTQQQSSFIPVQPRAIGSSASSHDRPHVPAVAQFSQSLHRPSSNGNFGSRIGSSSSSADTINLRSASQDPSGSLAI
SNFNDPFLFGPSFFSTDDSTSLLSAPGSRNNQPNPSSSSTLRAAVNVGSQQVPGLNVSQPSSATRGSADIARRTLLAASV
SHSRNSRNALQHHGHSSSSHEIRSHQPGPSSRANLQHYSRAVPPTIDRQNPSYMDLQSFMQSIATAREGRTVSELRNVVE
QIRQGRSTARLEDLLADRSLIRRANLIDRHREMRLDVDNMSYEELLALGDRIGHVSTGLSEEKIMSGLKQWKYRDIPFEE
PPTGVEPCCICQEEYTNGEDMGRLDCGHDFHTTCIKQWLVIKNICPICKKAALDT*                        
>Bdis_5g02440                                                                   
MGTGWRRALCTSVRREDSDDGGGHGAAAKRRPPAASPRAPGGGGGKLAFFSGLGGGGGSNPSAPALRCRTKPTPQPEDVA
PVTPPAPASAPVSARKRMPLLQALSAPASPRSPSRFALFKASILPTKARCGVCTRGVKNGGSAAVFTAECSHSFHFPCIA
AHARAAASGALACPVCSSPWRQAPFLASLRLHLDVDSNSPQRNKRRTSDDSGRKTPPPAAHSAAKVYDDDEPLLAPKAAA
NGSGFNPIPEADEEDDASMEGEFRGFFPHPPRLRTGLTVTVAPEAALVSSGRRHGKYVVVVKVKAPGLRSSASRRAPIDL
VTVLDVSQGMMGEKLQMLKRGMRLVIASLGPADRLSIVAFSGAAKRLLPLRRMSRQGQRSARQIVDRLVVCAAAQGQDQA
QNACAGDALRKATKVLEDRRDRNPVATVMLLSDTQQQQQQQQQQKDARKNGDHHFLRRPQAAPAAATRFTHVEIPIAGPA
DETLVARSPLAPKEEQGGGLASSPPAEHAFAKCLGGLVSVVMQEVHLDLAFLTGEITAVYSCGPGQQAVALAGGAAGNGG
SILSVRLGEMYAEEERELLVELRAPLSAQHNHPHSLSVRCSYRDPASQDTLRGAEQPLLLPPLHGESSSQRLHDLFVATR
AVAESRRLAELSDFSTATHLLSSARRLVLQSPPTQQQQDLLGSLDTELSDMRWRRSQQPPTTPTSRSATPSGTPRASGGG
GEPLTPTSAWRAAEQLAKVAIMRKSMNRVSDLHGFENARF*                                       
>Bdis_5g04540                                                                   
MSYLLSYISKMLCIKIPPSEAKQLDVDGAPTECCVCLSRIRAGEATRRLPCRHAFHRDCVDRWLALCKRTCPLCRVYVVD
ANSRQAAAAKHSGEPLADDLVIWFSTMLVPGF*                                               
>Bdis_5g04590                                                                   
MSPRFLLLLLAAAVRPCAGLVRLRGSSFLDAPARFGPRVSGDGICGSLRSADPSDACTPIKNSAGSGGRAFVLVVRGNCS
FEDKVREAQRAGFNAVVVYDDEEKASLYSMVGDSEGIHIPAVFLSKMAGETLKKFARGEDSECCIESSMDETAGTVLVMS
FVSLVVIISVLASFLFARNCRLLRHGVDNRPPYIKKHVVDKLPCLVYKAPCSSGSTSEDACAICLEDYDNGDMLRLLPCR
HEFHTVCVDPWLTKWGTFCPVCKLEVITGE*                                                 
>Bdis_5g09830                                                                   
MYARRTLLHAFSGQPSGPSQPVAATSATDDGAPGSNFDANVVMILAVLLCALICVLGLNSIVRCALRCSSRVVVDSEPNL
VARLAKGGLRRKALRAMPILVYSARLRLSTASPLCAICLSDFEPGEHVRVLPKCNHGFHVRCIDRWLLARSSCPTCRQSL
FEAPQKTGGCYEVSRTEPVQLQSVLVPLRPEGLVTAYDF*                                        
>Bdis_5g11220                                                                   
MSSLPGDVLASARTTPTTVVDGDVVFSGVALLFVALGLAFVLYHYVTVHRLQGARQQGAVGAGAAAAASGVVQGVVDQVA
LRASLPVTLHNAKDLAGQEMEECAVCLGELWDGEAARFLPKCGHGFHAECVDLWLRSHPTCPLCRVDVGKPDALPPPLAL
PPVLPEPANYGGAIRLPANLLFFGSSQDDVATSARTVGGPSSSGGTEVVVNVIEVPETDSLALAPREGDAAKSRGLARVR
SIRRLWSRGRREVASKIRKGLTGPVLGGRTDRAALRFLVRGGKNPAQIWGSPRTEIRTQAEMVAQ*              
>Bdis_5g11870                                                                   
MGVVLRAHLLVALCLVGAGGAAMAQNSAPPPRGHAQPLPKQTPFGRAMSTVITVAISVFFFLLFFCAYINQCRLAGEGGG
APRGTNVAGAGAGAGASRRGKRGLDPAVVATFPIMPYREIKEHKIGRGVLECAVCLTAFEEGDDLRLLPHCSHAFHPECI
DPWLEARVTCPLCRANLEKPPPPPTAAAVVTPPSPEQMAPSPAPSPPPHAVAVAIPVREEEEESDEEDRKEEAMELELLR
SERRAARLPRSHSTGHSLYAASAAAAERSDHERFTLRLPHHVREQVLRSRRLRHATSLIDISGLSPEGSSRGGRRAVGGG
SFGNAEGGSSHGGRRWQAFLARTMSWARGGGDGSVRKGWDGSTRRGREDAESSRKGLASPSPAAGRP*            
>Bdis_5g11880                                                                   
MPPYHRRILFSDDPNHGDCNGWGRYRCYSPPSPPTTSPSPSPADVPSPWASPSPGSAAPAPSPFRHPAAGRRDQGGTSGY



GDAAGAGHHRQFVNYTIIAAAAVVFLSLILIGVSVAVRRRQLRRRRRQALLAPAPAVATNVGNDDPEAGGGGGGVVHHVW
YIRTVGLDEAAIDSIAVTRYRAGAGLLGAADCSVCLGEFQDGELVRLLPKCAHAFHVPCIDTWLRAHVNCPLCRSDVLDP
AAAAATGVAVQSNSDQSTADPDVNANAAAEQVDAASDSTLEHEDEELENAPHLQEDQQEQQFSTPEPVPQLPCPLPWNVR
RAASMDAAIASTAAGVAALDRLSEADPQGEQNGREKHRSGATGHLSNPSTERPTPSGAPRSFFSRHCRARSSVLPL*   
>Bdis_5g15260                                                                   
MEGVWRKAMTALRLRLCVHVPAEGEGGATGERLPASGAGGCPTEAAVAAVGSAPDETVSGAVRVSRSGSRSSSKGKCAIC
FDSMRSGHGHALFTAECSHMFHFHCISSNVKHGNHVCPVCRAKWKEIPLNRSLSSRLGINQVQLPQQDAYVALLHQAPNR
QQGVRRLHSPLEPANFNDDEPLQQTEASDNLNFRSTRTAVVSMYPEFSAIPQSSSQDGFSILIHLKAPSANSDQDTCGPI
NESSVRSPRCRAPVDLVTVIDVSGSMAGTKLALLKRAMGFVVQHLGPSDRLSVIAFSSSARRLFHLQRMSHYGRLQALQA
INSLGAGGGTNIADGLKKATKVIEDRSYKNSVCSIILLSDGQDTYSVSSNVQGGSTDYRSLIPPSILNDTQRMLPIHAFG
FGSDHDSDSMHSIAEASGGTFSFIEDEGVMQDAFAQCIGGLLSVVAQEMRLSMECVHPGVQLSSIRSGSYPRKVARDGRS
CLVDIGQLYADEERDILLSVNIPQSREQTSLLKVACSYRDLVTNETINIQGEEVKINRLTSTISEPVSIEVDRERNRVQA
ADSIESARCAAESGALSEAVTILQDCRRRLSESSASKSGDRLSIALDAELREMQERMASRQLYEASGRAYMLSGLSSHSW
QRATTRGDSTDSSTIVHSYQTPYMLQMLEHSQNHIPLPAGQRPQVPTRSSAR*                           
>Bdis_5g15450                                                                   
MVDMNSDHIFEVPDTPDRIQQSTCPVPSLATRRGVTRAAGNPSPTRRIIFKSKSNSIQGQSSEGNAIRELPAPLDTDSIF
RRAELVRLSPVTEDLEAKLSPPKLDRTTRSSVVNANGARTLDLDQRSSISNHLICRGTGGKSNSCQIREGQVRQRDASHR
NIDFLGVGSDLPTIPVGKPRNRAKISTSNGLKEVAGAEVFSGSSPRDKRESINIKSAAGLSSHTQCDVPQRYVGQRKLVR
NGCISPSNIVKRSVKADDKQETCSTSGVLHHPNPRADVFHKVNVIDLTDNSPTITRKGITGADGLTSENNMETRASQRFT
TARAAKTLIPQAVNQASSSNYSEGFNSKGKEIIHDVMGTGRTGEANQMRYCPRAAVDSSFIVNDNSSGMAYQQGWRTTHN
HTRKVPSSCEIESGSSGPSNQGHETGDNNNSISAATTTRPASLRNMTIKISKGKRKHTSSSYHPGESSSSLNGLSGSCLA
FSDRTAGRNPSNICHDIPVIDIDDIRSPEVGSSLSGHSSRTLIDPNISAQLEADELLAQQLQEQLYSETPRSVPREEMDA
IVAMSLQHEEDAQRTSRTLRRFRNNTRATRASRSSASQRAIRARYETAISHMQNAAPITLGLRAIVGGYLAPHIQPNIDL
NDYDALLALDENNHQHTGASESQINNLPQSVLQSTSNEEPCAVCLENPSIGDTIRTLPCFHKFHQECIDEWLRRKKLCPV
CKCGITRS*MVDMNSDHIFEVPDTPDRIQQSTCPVPSLATRRGVTRAAGNPSPTRRIIFKSKSNSIQGQSSEGNAIRELP
APLDTDSIFRRAELVRLSPVTEDLEAKLSPPKLDRTTRSSVVNANGARTLDLDQRSSISNHLICRGTGGKSNSCQIREGQ
VRQRDASHRNIDFLGVGSDLPTIPVGKPRNRAKISTSNGLKEVAGAEVFSGSSPRDKRESINIKSAAGLSSHTQCDVPQR
YVGQRKLVRNGCISPSNIVKRSVKADDKQETCSTSGVLHHPNPRADVFHKVNVIDLTDNSPTITRKGITGADGLTSENNM
ETRASQRFTTARAAKTLIPQAVNQASSSNYSEGFNSKGKEIIHDVMGTGRTGEANQMRYCPRAAVDSSFIVNDNSSGMAY
QQGDNNNSISAATTTRPASLRNMTIKISKGKRKHTSSSYHPGESSSSLNGLSGSCLAFSDRTAGRNPSNICHDIPVIDID
DIRSPEVGSSLSGHSSRTLIDPNISAQLEADELLAQQLQEQLYSETPRSVPREEMDAIVAMSLQHEEDAQRTSRTLRRFR
NNTRATRASRSSASQRAIRARYETAISHMQNAAPITLGLRAIVGGYLAPHIQPNIDLNDYDALLALDENNHQHTGASESQ
INNLPQSVLQSTSNEEPCAVCLENPSIGDTIRTLPCFHKFHQECIDEWLRRKKLCPVCKCGITRS*MVDMNSDHIFEVPD
TPDRIQQSTCPVPSLATRRGVTRAAGNPSPTRRIIFKSKSNSIQGQSSEGNAIRELPAPLDTDSIFRRAELVRLSPVTED
LEAKLSPPKLDRTTRSSVVNANGARTLDLDQRSSISNHLICRGTGGKSNSCQIREGQVRQRDASHRNIDFLGVGSDLPTI
PVGKPRNRAKISTSNGLKEVAGAEVFSGSSPRDKRESINIKSAAGLSSHTQCDVPQRYVGQRKLVRNGCISPSNIVKRSV
KADDKQETCSTSGVLHHPNPRADVFHKVNVIDLTDNSPTITRKGITGADGLTSENNMETRASQRFTTARAAKTLIPQAVN
QASSSNYSEGFNSKGKEIIHDVMGTGRTGEANQMRYCPRAAVDSSFIVNDNSSGMAYQQGWRTTHNHTRKVPSSCEIESG
SSGPSNQGHETGDNNNSISAATTTRPASLRNMTIKISKGKRKHTSSSYHPGESSSSLNGLSGSCLAFSDRTAGRNPSNIC
HDIPVIDIDDIRSPEVGSSLSGHSSRTLIDPNISAQLEADELLAQQLQEQLYSETPRSVPREEMDAIVAMSLQHEEDAQR
TSRTLRRFRNNTRATRASRSSASQRAIRARYETAISHMQNAAPITLGLRAIVGGYLAPHIQPNIDLNDYDALLALDENNH
QHTGASESQINNLPQSVLQVN*                                                          
>Bdis_5g18810                                                                   
MSMEVLHDTTGKKEAVVYYMNAPVPYAIEENFGGCFFEDDDDLALVLQEQEIVHRLIEGNDGSGSSRTRSDPSSSRGHQR
TLDGRKLTGSANYASQLAVDEALARELQAIEDQIAETSIDDNIFKGRKPASSSTSNNASTSSSRCPQVATEDGVDPDNMT
YEELQQLGETIGTESKGLPDDMIMLLKSSTYKIRIFSRKEKHDECVICCMAYKNRDKLTTLPCEHQYHQICVTKWLKINK
VCPVCNKEVFGS*                                                                   
>Bdis_5g18837                                                                   
MLGSELNLVSALLGFGMTAVFILFVCARFICCRARRAEDGTLPDFDADFPADPERPVAHAHCGLEPLVFAAIPTMKYNSE
AFLPKDDSQCSICLGEYIEKEVLRIIPTCRHNFHLACLDVWLQKQTTCPICRISLKELPDRKAAGTPACGTPQLPTLPEN
SVNPTPEWFLPIHQDHTGQQNNSAEVVIEIRQ*                                               
>Bdis_5g19180                                                                   
MGFPVGYSELLLPKQLLHLLLLLGCIRRFLLWAFDAVGLGDLLDLGDDHNVLPPPHHHHDHEQHQQAVAAPAQQSAHLRA
ELLFRPVSALVIEEVLPVVRYDELAPAQCGGGDCAVCLSGIGGGDEVRRLTNCRHAFHRACLDRWMEHDQRTCPLCRAPL
IPDEMAGALCHAAAGVPDASDFDFFYLGAASAHAPLAAPTLLRPHELFLTGLGGYQ*                       
>Bdis_5g19220                                                                   
MTFPLVCYCNAVPRPIVAVFRFIHATALAFVLVLCLLGLYEFPYTPDDDPPLINGQRRRAPARDSLPPETVKQLLPSVEF
LAHLAAEAADDRRPTKTMSRHGDHDDDDQAATTTCRVCLERLEMTDEVRRLGNCAHAFHTGCIDQWIDVGEATCPLCRSS
LLPRQRRRSWGLLARVRFG*                                                            
>Bdis_5g19230                                                                   
MAHPCSDHGYDLVALRRKLRLLLHLLDCVRFLAAVVLDRLGVLSCPDETLPGQPWAELVDCTGAMERLMEAAFREPSSKR
YSSTAVPQYRRRRIGLAAEASEEYKGADDDEGREAVCAICLAPLQEAGGCQQQRVTELCSCSHAFHAACIDSWFASGEGD



GAGTCPLCRTPTLPPAWGGWPEAVPHAS*                                                   
>Bdis_5g19490                                                                   
MQQPMVATARRLLQAPPAGTPGGPIADRDIIIILASLLCALICVLSIGLVARCSCSRRVGLGASPAANRGVKKEVLRAIP
TVPYAAAAGSKSAAAGEEEGAAAAPECAICLAEFEDGEAIRVLPQCGHWFHAACIDKWLRGHSSCPSCRRILAVKLPAGE
WCRRCGARPDPAGGSWKQPAAHYSEMPPFLP*                                                
>Bdis_5g19690                                                                   
MASNSFSPPSPPYYTVPADSVDSPASDSVTSALLIIFALLFFVCLASIAIHTFLRYLSRSSSSDSLPPLPQTDRTRRAET
GNDDPAAAERKDEAGDEKQRLIESLPRFTMASALAALPKSSPDCAVCLSPFTPDAELRLLPACRHAFHAACVDAWLRAAA
PTCPLCRAAVTLQHPSVAAILAAAAQPPPGPETRMSSSREYRSRSFRVEMGSVVSSRGSSPAAAGSDSRTYSLGSFDYHI
DEEVEAVVPRTARADITKEEKPSAAPGTPSPPGEAVAEAAGSSPSTRGWLRDYLDRFTSSASSSFSFSGRWSSRWSQNNQ
GQRNEEPWLWDTEAAAVPAAGSDEEETAFMVLYRWIAAV*                                        
>Bdis_5g19960                                                                   
MASSPPGIIGAQPTWVPYEPTRDCSQGLCSTYCPQWCYFIFPPPPPFDLAGPSPDDSSGHVFSPLVIAIIGVLASAFLLV
SYYTFISKYCGTFSSLRGRIFGSSSSSAARNAGGGGGSGQGQSRSQESWNVSPSSGLDETLINKITVCKYRRGDGFVNTT
DCSVCLGEFHDGESLRLLPKCSHAFHQQCIDTWLKSHSNCPLCRSNITFVSVGAVSPEPEGGDAHQVVVVMDDLENMCEE
HQDVVSSSGSNSDGNDQEARCRSEGMEEANGTAEIREEGTPPKTVCLSSSSLDPQCHNRMSIADVLQSTMEDELIAARES
GLLAGGAGTSRRCRGENSDGWGRNRRSVQEAMDSAPMKRLPPSGRSCFSSKSGRGKDSDHPVRGTQL*            
>Bdis_5g20760                                                                   
MDEHMGRRTVGGLLFTKGGSILLFREDSSRRKPGSCCSRHACSSAKHSTADKCRQALNRSSSSAAAAKESSTPRRSSQNL
RKSPQGSSGSSNAVTSCSGTETREETAETSGGDPPGAGRDLLARLKDRVSASSRKRSLLAAEKSPSSSSSSSSSSPGGFR
GGSSSRSAASRRAAARVRKADEGSGGAGRRGSERRNGGGQEAGVEQRMAARGEQAAAAAAAGDGSSFLSGFLARYRSGLH
GGGSRLPSLEDGSEDSRGYWRFDVEGSEELENYFMLSDRHRGMRMDIDGMSYEELLALGDRIGTVNTGLSEDALSKCLAR
SMYAPTAPPETHQDCDRKCSVCQEEYTGGEEVGEMACRHYYHIACIQHWLRQKNWCPICKSVAVKTN*            
>Bdis_5g24120                                                                   
MQGQRNSVEQLAEVFGFDHGSSSGNPVMDQQAYWNNILGSVESQNLQGYEMNRSDATIPHENELHQDGQFLGFWQSGEAS
SSVNSLNYGNSNMIKAEQLNIGGGLRIGERRMVAEHNLSLDNGDINLNVNSFDLYGQSSNANSTAQGSEQYVGCSRNGTN
AQATELRLHPYRTFILNDEQPESFSSSNASENPLSNFPLMREDIDHRPGSSLDGRRLACKRKNIEGVHGQCSAGASTSFS
HRNDNVFHNIPSSSFNPPPSTNLSSHNYLLLPSSIEEQLPRYGATVGLPSSSSNNPSRGNNNSGNSQRSFRARMTTAQQI
SPYGVWPSSSTIRHPSSWNHQVPPLQTTFDEPQEGIPMVGGLNLQYQHPVNVVPGIPQIAHRFAGHEASSSRAGSLENRI
FSGDEVTGWNVVAPNFPNPSPLAALDMRHPVPESSNWNSDGRSTAIAGNVSSVSRANASSGSQFINHQNLHRRHTRNLSE
ELGRLSGALRSQQHPRLRSGFLLERQGDGVWGVPLPTRSREGRRLMEIRNALEMIHRGENVRFEQSIFYGGVEIHDRHRD
MRLDIDNMSYEELLALEERIGNVSTGLSEEDVMNLLKQRKFSSWRLSSVEHEPCSICQEEYIDGDDLGTLHCGHDFHAGC
IRQWLVVKNLCPICKNTALKT*MQGQRNSVEQLAEVFGFDHGSSSGNPVMDQQAYWNNILGSVESQNLQGYEMNRSDATI
PHENELHQDGQFLGFWQSGEASSSVNSLNYGNSNMIKAEQLNIGGGLRIGERRMVAEHNLSLDNGDINLNVNSFDLYGQS
SNANSTAQGSEQYVGCSRNGTNAQATELRLHPYRTFILNDEQPESFSSSNASENPLSNFPLMREDIDHRPGSSLDGRRLA
CKRKNIEGVHGQCSAGASTSFSHRNDNVFHNIPSSSFNPPPSTNLSSHNYLLLPSSIEEQLPRYGATVGLPSSSSNNPSR
GNNNSGNSQRSFRARMTTAQQISPYGVWPSSSTIRHPSSWNHQVPPLQTTFDEPQEGIPMVGGLNLQYQHPVNVVPGIPQ
IAHRFAGHEASSSRAGSLENRIFSGDEVTGWNVVAPNFPNPSPLAALDMRHPVPESSNWNSDGRSTAIAGNVSSVSRANA
SSGSQFINHQNLHRRHTRNLSEELGRLSGALRSQQHPRLRSGFLLERQGDGVWGVPLPTRSREGRRLMEIRNALEMIHRG
ENVRFESIFYGGVEIHDRHRDMRLDIDNMSYEELLALEERIGNVSTGLSEEDVMNLLKQRKFSSWRLSSVEHEPCSICQE
EYIDGDDLGTLHCGHDFHAGCIRQWLVVKNLCPICKNTALKT*                                     
>Bdis_5g27480                                                                   
METNNFKSRRGAMLFPLCLAAMICFMAQIGAANVVLMGNNLTLSFDDIEANFAPGVKGSGVDGVVYTAEPLNACSALTNK
AVKGPPSPFALVIRGGCTFDEKVKNVQDAGFKAAIVYDNENSGVLVSRIVTVAGSSSGIHIYAVFISKVSGEVLKKFSGR
TDVEVWLIPTFENSAGSIMAISFISLLAMSAVLATCFFVRRHRIRRDRPRIPEAREFHGMSSQLVKALPSLIFTKVQEDN
CTSSLCAICLEDYNVGEKLRVLPCRHKFHAACVDMWLTSWRSFCPVCKRDADAGTSAPPASETTPLLSSAVQLPSPSSSF
RSSVAASPPRPISRRPSSQSISRVYSVSGTPNSPSIQRYYRTSSAMSISRSGADLANMSSPLLRGSHLGSTHSLVGSHLS
PPINISYAPPHMYHSAHASPSTHVSSSYIFNSGHSSSGYYLGSSTQHRSYLRRCGESGPSLSTMAPQSPQQQSQLHHGGE
SETNLAGASSAQSFRQSYLRHCGDSDASLSAMASSGQSLPGC*METNNFKSRRGAMLFPLCLAAMICFMAQIGAANVVLM
GNNLTLSFDDIEANFAPGVKGSGVDGVVYTAEPLNACSALTNKAVKGPPSPFALVIRGGCTFDEKVKNVQDAGFKAAIVY
DNENSGVLVSMAGSSSGIHIYAVFISKVSGEVLKKFSGRTDVEVWLIPTFENSAGSIMAISFISLLAMSAVLATCFFVRR
HRIRRDRPRIPEAREFHGMSSQLVKALPSLIFTKVQEDNCTSSLCAICLEDYNVGEKLRVLPCRHKFHAACVDMWLTSWR
SFCPVCKRDADAGTSAPPASETTPLLSSAVQLPSPSSSFRSSVAASPPRPISRRPSSQSISRVYSVSGTPNSPSIQRYYR
TSSAMSISRSGADLANMSSPLLRGSHLGSTHSLVGSHLSPPINISYAPPHMYHSAHASPSTHVSSSYIFNSGHSSSGYYL
GSSTQHRSYLRRCGESGPSLSTMAPQSPQQQSQLHHGGESETNLAGASSAQSFRQSYLRHCGDSDASLSAMASSGQSLPG
C*                                                                              
>Sbic_01g003740                                                                 
MDEGQGVRYWCHRCEEVIDPMPEMKCPSCDGGFVEEMGSEDFEAATNARSDRSLSLLAPLLFGMLGGSSRRSRLRREAMA
DDDADEDDEEDDSDHELEASSRRRRRRGSSALLRMLQTIRDRDDVRGSDDTDSDTERDLERARRERIERRMARERIQERM
ERQRERARQIERVSARGRERTESLILINSNNEAIILQGTFGSDDNQEDSSNTSSGVSLGDYFLGPALDTLLQRLAESDLN
RSGTPPAKKEAVAALPTVNIEEVLGCSVCLEDFEMGAEAKQMPCQHKFHSHCILPWLELHSSCPICRFQLPTEETKNPCE
SASTAGAMNRDGDNAAASSSDTESSNRNGDNHSDSPIFSALSTLFSDPFSSDDDESVPHSSEN*                



>Sbic_01g005760                                                                 
MDEKAKMESKLSSAAAFVEGGVQDACDDACSICLDAFCDSNPSTMTNCKHDYHLQCILEWCQRSSQCPMCWQPISMKDPL
SQELLEAVEQERNIRANRSHNTAVFHHPMLGDFEIPVGADDAELEERIIQHLAAAAAVRRSHRHHNRRDGHRSRSGASSH
PQFLVLSADEHTTSGEEGDYEQAPAVVSGRPLGALVEQERTRGLVDASSPSLRFSTPADGRSNNRISGIQSTPVDQDGAG
PSDLQSISDTLRSRLQSASMRYKDSITKSASGWRERWFSRSNSLSDLGSEVRREVNAGIAAVSRMMERHDARDGSGPSPT
FASGSGSQ*                                                                       
>Sbic_01g005810                                                                 
MGSGGTPPVGLTPVDSSSSGMFSTDRIGGFGYGVGVSVGILLLITTITLASYFCTRAPVDAAAGEAAPSSRRRHGGGRGG
GAGGGEGAHDDVELGIDEATLKGYPEVVYGEAKKEAKAAGKKGTTCTCCSICLDNYGDGEVLRKLPECGHLFHRECVDPW
LRHHPTCPVCRTSPVPSPMPTPLAEVTPLAMARMSS*                                           
>Sbic_01g013350                                                                 
MTPDTAFVLEMAAVVCLVVLIVAIVAAAAGACEPVAAAVHDVEQALGPATLMTYDQARTKAASTGTGGNGEKGSASAPAP
SSAEEEAPWCAICLSEYAKGDELVRVLPACGHFFHADCRIDWWLRHRGTCPICRGGLRPLPLPTRPGCPPMPPRVAGAAI
GRGRG*                                                                          
>Sbic_01g013370                                                                 
MSLDAASAIAVAAAVALAVVIVVIVVACGGRTPGRRPGGGGGAAAVHDVERALGDAATLVTYEQARAAAGKKSGGGSAAD
EEEAPRCALCLSEFASSDSKAGGELELVRVVSACGHFFHAECGVDGWLRARGTCPLCRAEVWTTTLPRPPRPECPPRSGG
DTVRSR*                                                                         
>Sbic_01g015120                                                                 
MGSLLCCLRYPEDGSAPPPVCCFCLPWPFPYHGVDSGSAARHRGDTRVAPERGRIPLAACTSANQVDSLDTFRPPPRPLP
YDDPQFSPCMLQLPVVSSGHDKASTHIQKPGQPTESKNTDAGSTTCTAAHKVSGTSAKQHSGGSRIDGIQFCDSSDNEDD
CPICLEEYDDENPKIVLQCNHNFHLSCIYEWMERSEACPVCAKIMLFNEDE*                            
>Sbic_01g018800                                                                 
MSTPAAAYYAAAARKQYFCYQCNRTVLIAVSAAAAGELSCPECHGDFVEEVTVPAPTFIPLPFPFPFASSTTIPAGSNAP
APAPAPAAAGSGGSPTFSSSSSSAATSPSQPNDISSILSIFLGLGQQHPIRSGGGGGGSGSRAAAGTATPENEPEPFDPV
MFFQNYIHSLMEGGANIQVLLDDASVNLGSGPGLGRFGGASFGDYFVGPGLEQLIEQLAENDPNRYGTPPAAKSALSSLP
DVVVTHTMVAAAEGAECAVCKEDFSPGEVAKQMPCKHIYHTDCIVPWLELHNSCPICRFELPTDDPDYEGRKGSNPPQPA
VGIAAAAAASGSSTAADGQMEERQDNPRVVERRFNVSLPWPFSGLSGQTSQQDGNNGGSGSNSQGSGSQDGGPPSSKN* 
>Sbic_01g019880                                                                 
MERTAAAVDRCAICLGDILRGQAVFVAECSHSFHHRCISDSVVHGNRDCPLCKATWRDVPAVDPVPPQPPARKYADDEET
VAQGVVQADADADAAGVAAADAGDMALKTHCEFPAVARDASHDNFAVLVHVRAPEAAAASADAARAPLDLVTVLDVSGSM
QGSKLALLKQAMGFVIDNLGPADRLSIVSFSNDASREIRLTRMSGDGKASAKEAVESLVADGSTNISRGLLVASEVLADR
RYRNAVTSVILLSDGQDNQSGVGRNHQNLVPPLFRDADSRPGSIHTFGFGSDHDAAAMHAIAEVARGTFSFVENLAVIQD
SFAQCIGGLLSVVAQNARIAVDCVPPGVRVRQVKSGRYESSVDAEGRAASVNVGELYAEEERRFLLFVDVPRAEASEDVT
QLVRVRCTYRNVVTGATAADVVVSGDAVVQRPVEVSNPEVCMEVERERVRVGAAEEIAAARAAAERGAFSEAGRILECQR
YSLRKLAPGMARDEMCLALEDELEELVDYMVEEKEYVTKGRARVLERISSHASYGASYGGVPPGAAPRAYRTPAMESMLH
KSKKSREKQSSPPPPTKRKHGGSK*                                                       
>Sbic_01g020210                                                                 
MDSGAVQHGCAHYSRGCSVVAPCCGQVFACRHCHNDAKNSLEVDPRDRHEIPRHEIEKVICSLCSKEQDVQQNCSNCGAC
MGKYFCEICKFFDDDVSKGQYHCDGCGICRTGGVDNFFHCDTCGCCYSNVLKDSHHCIERAMHHNCPVCFEYLFDSTKDI
SVLQCGHTIHLECMNEMRAHHHFSCPVCSRSACDMSATWRKLDEEVAATPMPDIYLKKMVWILCNDCSATSSVRFHVLGQ
KCPGCSSYNTRETRAACPRT*                                                           
>Sbic_01g026330                                                                 
MGGCCCCSSRTSEAVRAPVDIYRQQNLEEHEPLSSAFDGSSPASAIVAVDTNLDTSTPDTYRAPPAPLPYDVVLAVPDNP
GLEKPDTKSKTDDHQESINDEQSLKVDESCKKGVTEDKADEEDVCPICLEEYDEENPRSVTKCEHHFHLCCILEWMERKD
TCPVCDQITLVDEMFE*                                                               
>Sbic_01g028660                                                                 
MASTAIPSPPPPAVPERRLPPLVPRLADDGGGGGRGDDARGSSAGGGGSGSVAGISPSILIIAVIVVVMLLASLCIHYFI
RHLCRHVGPAGSSSASSSRQAPPLPLVSRPAAGTASVAPADGQEVGGGGGGTKAAAAAEAEAERLIARLPLFTLSSSLAS
VPKSSRDCAVCQSAFRDDDELRLLPACRHAFHSRCVDPWLRGNPSCPLCRASIALPHPPLTDLLRVELGSVSSRRSNPDA
AAAAVRAYPLPGGLPNSASSEYLVEEELQVVLKPSQPAAAGSSDPPSQQSHQQQQQQHQLAAVERGQPSSSLSSVGLTPT
ASFRSTAERWSSRWSNRWSSRWSSGRWSSRYDAGTVTAAATAEWWWDMDGGVAPATRRRDTDDGTASFYGFVRWLTGAY*
>Sbic_01g030040                                                                 
MATAARASRRLAPAGDAQSHAPHPHATPAVGGPVSSGSGGGGGRAQFNLSSSAATAVVFVSILLCFILLCTYCRCARQRA
VAGARRRVMRDLVPGGVALFLRPTAAALPPVLPYAAAASSAKKGLLPEDCPICLEPFGDDDGVRVVPACGHLYHAPCIDR
WLDVRNSCPVCRCAVASLYAAADRDRDAAAVADGAHDDDDDDQEAVLQRVVAMIEAIRDEQREDAAARRAPAGGGGGS* 
>Sbic_01g030130                                                                 
MPSGSGSRGRRPRPRAAAEVAAPRVVQVSSSGSGEEGSDEEEEEEEEEGSEGSGEGARGRGGSANEDKTTEREVEAEDPC
LPSCPICMVAWTADGAHRVSCIPCGHVYGRHCLETWLVQYGKKKAPCPQCGKRYTQNNIINLYVPEIAVPSNDLEKQVLY
LREKNESLEKQQAKLLEEIKEYKRIIMLQQNIIYESSSKRQKMTERSSDGISGAEPIASLTKDIDHSNLSSFALQNEFLV
DGARVMGIDASSQIIFTSGRAHGVGTEYILTKISMFHRHGMEKIHLPSDTKAIRDICVLPRGDVVFASLGRKLSLFSVTT
NNVVLQYDLPAPGWSCSVDYTTSTHIYAGLQNGMLLVFDIRQTSAPLHSTMGLSTHPVHTIHCAVDDSGSRNVLSASSIG



PCIWDASENRPSLVSGMENQGVCISLACTSPSSDLLVASYRPKVELPDDSATQAATQQSPVLTGSGKLGYHTLLRRTTTT
SFAKDHICSGVVSELRMSKSAIIPCGGNQHLFAYGDESLYGVRTWQLPSFQRYTDLMPHRQPVLDLRFAESSTGRYLGCL
SAEKLQVFTVR*                                                                    
>Sbic_01g030190                                                                 
MDLSPSSPSPSSVPVPCQWSGAAACGLAGRVLCAVATCVFAAVGSLVGAVTGSMVGLATESGMLRGAGIGAISGAVFSIE
VAESSRDLWHSADSGVWSLLYMVDIISGLLSGRLVREKVGPAVQSAVQSQISAISSPFEETSDLFETGSVRGLPEDAVRR
LPETVIAADTAVDAAGQALCCSVCLQDFRVGEPARRLPGCRHLFHVPCIDCWLVRHGSCPLCRRDI*             
>Sbic_01g030420                                                                 
MLRPSYSRRLLQSSSDSGGAILPNPNQSPSRIPGIPPADPPPAVNSDVVVILAALLCALICVVGLAAVARCARSRRRNRG
AEADDGAAPASPSSNPGSGGGGGGGHHHHHHHAQQATGASVATNTTTAAASKGLKKKALKALPKLAYADAVAAAAAARGA
APAAEGEEEAKAEELLAECAICLAEFGEREEVRVMPQCGHGFHVACVDTWLRSNSSCPSCRRPIVLDDPAPPKRCRKCEA
VVLEAVLASSSAAGGGGSSGGRRGGGGGGFLP*                                               
>Sbic_01g033150                                                                 
MAVTGTSVAAAATMLAAAAAIFITFVICFYLFLCAKRYRGAAPTIGGGGGERQDLGRPRFVFAGAGCHGGGGGMGEAAIA
ALPRKEVGAGDTPADCAVCIAEVGPGEAARVLPRCGHAFHVECVDMWLRSHSTCPLCRCAVADEEDAKPVPPRAAPEADP
ESPNFPTNVLFFGSQDAVSTRGAAAAAPAPAAPPPVTLTQAPQTAVPGPIAGVAAVVEAARVAALRRLLGCGGGATPAPS
PAHQQQQQQQNQDVDLESGLGGGETSGSPPAKPQ*                                             
>Sbic_01g033170                                                                 
MAAVAGAVTLTIAAACTAAVLSLASSSSSSDDEARTRSVATSGAEAGSPLPAPPSSHHECAVCLSELPAGAGSRPQAAVR
ALPACGHAFHADCIGRWLPLRPECPLCRRPVLLAAGGQQAAAPAWARPATTIACGFGDGRVVWTRSPSARQ*        
>Sbic_01g033510                                                                 
MDAGGGGGGGGGGGGRFTLTTSLLFVGLIVALFVLGFFSSFLRRCSGADTNTARRGGAALAANAAVAAAAAAAFASAGGR
RRAAGAGLDAAAMEALPVLTYATTRAVKAGRGALECAVCLSAFDDAGEKLRLLPGCSHLFHAACIDAWLAAHVTCPVCRA
DLSDPAVADAGHVLAADLAAQADAGAPTADTVVIVNVVDGSTPPAAGAGAGAGHGTTSSDEEQQAEETAEERVDRFTLRL
PERLRREIDEAKRLRRALSAVTASSTALPTCGGPLASSAALRTMSAARPLPSRRWSGLFRALSGSSRRMTSEPDGGYRRV
VPLPTTGTGDGEVEVVVVRDEVDKYYAHSLTFAGFVIDGDVAAGDWNPEVFQVKTDVSAVAAATSQR*            
>Sbic_01g035310                                                                 
MSVGRQSYWCYQCRQRVRPRGREMVCPYCDSGFVAEMDDVDALMSHFVGMDPDFHRDPRFGIMEAISAVMRHGMSGMNRE
VDVRGRPNIFSDLEMEFGSGPWLLFRGQLPGHLTEDNGFDVFINGRRGVGMRRANIADYFVGPGLDDLIEQLTQNDRRGP
PPAAQSSIDAMPTVKITQRHLSGDSHCPVCKEKFELGSEAREMPCKHLYHSDCIVPWLEQHNSCPVCRYELPTQGSTTGA
SCSHTRSTNQSQSSSSSSSSGRTSGRQRRRNPFSFLWPFRSSSSR*                                  
>Sbic_01g035440                                                                 
MELDAEARRGFARMGFGCKHYRRRCRIRAPCCGDVFHCRHCHNESTKDGHELDRHAVQSVICLVCDTEQPIAQVCCNCGV
CMGEYFCRKCNFLDDDVDKEQFHCDDCGICRVGGKDNFFHCQKCGSCYSTTLRDKHCCIENSMKNNCPICYEYMFDSLRE
TSVLRCGHTMHLHCFHEMLKHDKFSCPICATSIFDMDKFFKALDAEMEASYFYMGKGWIVCNDCRDTTQVFSGVAGHKCC
HCQSHNTCRVAPPVLP*                                                               
>Sbic_01g035900                                                                 
MDTDSGGTGTAPSPHGRVSSSRASSALAALSILVILLYLLWRFIWQCRKHGRTRSNSTGGATVSPPTSSARPPSCPPDRD
ATAAYGPPRTTTTTTTSPLSVLVRVAPAARFGAEKVDCAVCLAELGDGDDAVRLVPGCGHGFHAECIEAWFRLNSTCPLC
RAAVAAAGAGQGRGEVPQYDSSV*                                                        
>Sbic_01g035920                                                                 
MESSSSSSLDSNLRFDLYAVLVGLGLAGFLAVCFWRLYKLTVSARPQDMMPTATATATTSDAGRLKTGALRQQDVAALPV
FVVRGRGAGADDGCAAAPSVECAVCLAEIGDGETGRLLPGCGHRFHVACIDRWFRANSTCPLCRAAAVGEQQGAVETCKA
AASAQEQVAVVVQS*                                                                 
>Sbic_01g035930                                                                 
MARRFLTPDTTTPAADGGNGAAAPPASHVVQWHLHGAAAKVAIAGNVVVAVLFFAAVIWRVFFTGTAQEGAAVSPQVEGA
SAHGAAEGALFSSSASRSSTPPACASPRSGGLGEADLLALPVYVHGSSADEAHHQVGGAEGTTTTVECAVCLGELRDGET
GRVLPRCGHRFHAECVDRWFRSHVTCPLCRAVVAADGGSGKSPKVPPGPGV*                            
>Sbic_01g036700                                                                 
MEEESGAASRYYCHMCSLIIRPELGIEELKCPHCHTGFVEEMAGDRRGSDGAAIRGRAPADEASFNTSDAALEREVSLWA
PVLMDFIAASSGRHGLDGGGGGDLAALARRQYRNIALLQLLNALQEGDADGGRERVVLMSPADARAMLMGQERRDGDARA
ALGPGGLTLGDLFLGPGLDLLLEYLAETDPSRQGTPPARKEDVAALPMVRVREAFTCPVCLDEVAGGGEAREMPCSHRFH
DQCILPWLEMHSSCPVCRHQLPTEEPAAEAIGSGRGAGDESSGNARGGDGGNGGGRRHWFSWPFGGLFSQRSNGNSSSSS
S*                                                                              
>Sbic_01g039740                                                                 
MSFVFRGSRADIEAGGFPGFAPERRAMRIHAGSRPVNSNSLAFLLTVLVLFMVLNSHQMSPNLLLWLVLGVFLMATSLRM
YATCQQLAHAAAANNFLGHTELRVHVPPTIALATRGRLQSLRLQLALLDREFDDLDYDTLRALDADNSPHTPSMSEEEIN
SLPVFKYKVQAQQGNAPAQKSDGPSQLSVSSTGSGNEKKQDGLKSDGTSKTPEDELTCSVCLEQVAVGDLLRSLPCLHQF
HVNCIDPWLRQQGTCPICKHQVSDGWHATGNGEEDASYMV*                                       
>Sbic_01g039760                                                                 
MESSPVSYWCYSCSRFVRVSPSTVVCPECDGGFLEQFTQPPPRGGGGSGRRGTMNPVIVLRGGSLSGFELYYDDGAGEGL
RPLPGDVQHLLMGSGFHRLLDQFSRLEAAAPRPPASKAAVESMPSVTVAGGGAHCAVCQEAFEPGAAGREMPCKHVYHQD



CILPWLSLRNSCPVCRQELPAAATPDAEADAGLTIWRLPRGGFAVGRFAGGPREQLPVVYTELDGGFSNGVGPRRVTWPE
GEGQVDGGEGRIRRLLRNLFGCFGQPASSSQSRSG*                                            
>Sbic_01g043460                                                                 
MTSASELFTARRGARGGRLSDPDPDPDPDPHADALRDQHGIGGRRRRRGCRPRRQLDAAGDVRQHLHTGAPPPRRRGSYT
DQILSYIDNNNIGDSAARRNRLDRLMFRTNERLPGAVLQAQARVLERLRGVSLGSSASRPSISLDEFSASDVFRIIDFRN
RETRHEANRPHSSSFHPSSESDEERPTVSSTNSNRSTGLSKAAFLRLQIEIFEASKDDNREASSECSICLDGFYDGDELI
RLRCGHRFHSTCLEPWVRKCADCPYCRTNIRSRS*                                             
>Sbic_01g044650                                                                 
MARRRTASPLAALFLLLLSTAARPSLAQPSNTTIVDHHSRTAVGGFTPTTVIVLVALISAFVILTVFSIYINRCAPTRAP
PPRRSPSRYAPPDHHHAAAAAGAVVHPERRARAGLDREVVESFPTAVYGDVKARVAAKSGPPLECAVCLAAFEDRDDLRV
LPACCHVFHPDCIDPWLAGAVTCPLCRADLTVTAPYPPPASSSEGCDCDQAAAREEQEDDEDEERDEARLVAAFTPESVI
SFGAARPHEFHYRRTQSAMDVPDRHTLRLPEHVMKELAAVRRHRRAASLAGYPDGGAERTPGWLASFWRSVSWQRPSRTD
QDAVDEHGGSNSKRVVPITGTPAENPSGSGAAATDGKEKPDHDALNQV*                               
>Sbic_01g045580                                                                 
MNSCRQMELHYINTGFPYTITESFMDFFEGLTYAHADFALMDGFQDQGNPYWAMMHTNSYKYGYSGPGNYYTYAHVYDID
DYMHRADGGRRVWDNTTPANNVDSANVVLQGSEAPRTTANTTTEECIQQVHQSPGSPHVVWQDNIDPDNMTYEELLDLGE
VVGTQSRGLSQERISSLPVTKYKCGFFSRKKTRRERCVICQMEYRRGNLQMTLPCKHVYHASCVTRWLSINKVCPVCFAE
VPGDEPKRQ*                                                                      
>Sbic_01g046930                                                                 
MDAAGMAAGAPIPAPDASSSPPPYDGNGTAAFPIAIVIAIGFMVTSLILISYYFLVVRCWLRGGGPGSGVLLHRARREDR
HLVERVSAVFFTDHEAAELPGGLDPDVVAALPVVRYHRRRAKDSASASECAVCLGEFAPGERLKQLPTCSHAFHIDCIDT
WLHHNVSCPLCRTVVTGGAVLPFARDDHGDASCRDLQLGDGRRIYDAAGRVGYGSSCRFPTKTGAAAQEPITRSFSMDCF
AGGLGRKPQTKEPSTAGSSGEAGPSLAAAGSSNVVADRGAGETSGRFRRLLSSFGLGRSSRSTVLPIHLDQPRSLEP*  
>Sbic_01g046940                                                                 
MDPPPPPFASSSSSSPSPPSPSSSSSSASITMVIITVVGILAAFALLASYYAFVTKCQLLRAVWSRHPPWHRRARGTSGG
REEAAYVAGRASATEDARRGLGLPLIRMLPVVKFTAAACDDAGGLAPRISVSECAVCLSEFVERERVRLLPNCSHAFHID
CIDTWLQGSARCPFCRSDVSLPALPSARRALAAATAALPRRRDDGLASDSIVIEVRGEHERWFSSHGTTTTTGARPAGGG
GRGPRHPKQPPRRSKAESVGDEAIDTRKTTDVEFAVEQPLRRSLSLDSSCGKHLYVSIQELLATQRQVRERDPSVHS*  
>Sbic_01g047160                                                                 
MDADAGPERYGCVHYRRKCKIRAPCCGEVFDCRHCHNEAKDSLEVSIQDRHVVPRHDIKLVICSLCNKEQDVQQDCSNCG
ACLGKYFCAKCNFFDDDVSKNQFHCDGCGICRTGGAENFYHCDKCGCCYTSLLKDSHRCVDRAMHNNCPVCIEYLFDSTK
AISVLHCGHTIHLECLYEMRAHQQFSCPVCLRSACNMSDIWQKLDQEVAASPMPAIYQKKMIWILCNDCGMTANVQFHIL
AHKCPGCSSYNTRQTRGDPAACSRV*                                                      
>Sbic_01g047470                                                                 
MGADGGQAIFTAECSHTFHFHCISASVAHGNLVCPLCNARWRELPSVRPSQPSSMPPTLPRQPLPRMVPMHGVQPPPVPA
GQPLPQPAEPEVFDDDDEVELPSGEDNQRQATASSGMLAVKTHVEFSAVARDSSQDHFAVLVHVKAPGVIVNEAAAGDRD
APRAPLDLVTVLDVSGSMRWDKLALVKQAMGFVIGSLGPHDRLSVVSFSSGARRVTRLLRMSHTGKSLATEAVESLRAGG
GTNIAEGLRTAAKVLGERRHRNAVSSVILLSDGHDNYSMPRRARGGVPPNYEVLVPPSFVPGTASTGEGSAPIHTFGFGN
DHDAAAMHVVAEATGGTFSFIENEAVIQDAFAQCIGGLLTVVAQEARVAIACGHPGVRISSVKSGRYESRVDEDGRSASI
AVGELYADEERRFLLFLTVPPVEATDGDDTLLLKARCSYREAAGGTHVDVTAEDTVVARPEHAADAERSAEVVRERERVE
AIEDMAAARAAAERGAHQEAAEILGNRGRAMARAAERVGVYRNGLGPLRAEVRHMRKRVANRESYERSGRAYVLAGLSSH
EQQRATTRQLRPLQSVVQPSAGSVGGAEATNSEADAGDVEALDLDTDLMEYSDVGGPAGEAGTSNAASADAASNEAEAAA
SYLTPAMRAMLLRSRQAREAAAEQQQQPKAAEEAESSAASKEVAEQ*                                 
>Sbic_01g047480                                                                 
MEGTDQSNPCAICLAAMGAAGGQAIFTAECSHTFHFHCISASVAHGNLVCPLCNARWRELPSVVQPQPAPMPRTQPQPLR
RPERMHHVQPLPMRHVPLHGWQPQLHPEEPQVFDDDEQVEPPSSGDQAAASFRSGGTLAVTTHTEYSAVARDSSRDNFAV
LVHIKAPGMTDAEAAAGDAPRAPLDLVTVLDVSGSMIGAKLALLKQAMGFVIDNLGPHDRLSVVSFSDRARRVTRLLRMS
GDGKAAAKSAVESLVARGGTNIAEGLRTAARVLEERRHRNTVSSVILLSDGQDTYTAPRWSRGPGAGATPNYEALVPPSF
MATSTRDWSAPVHTFGFGNDHDAAAMHVIAESTAGTFSYIGNEAVIQDAFAQCIGGLLTVVVQDARVTIASRHPGVHVGS
IKSGRYESRVDEDGRSASVRVGELYADEERRFLLFLTVPAVEATDGETALIKVSCSYRDTAGGTHVDVTAGDTVVARPEQ
VVDAERSAEVERERVRVEAAEDIAAARAAAERGAHQEAMEILMSRQQAVVQSGAALGGDAAMQSLGAELQEMGQLVSNGN
SYARSGRAFMLSGMSRHSHQRASANMVNMGGYMNMAAEASSSSFATPAMRAMLLRSRKAREESSVEQQQPSKARKEAESS
ALPEPGVVNQ*                                                                     
>Sbic_01g048530                                                                 
MASPARRLLQTNSAQYPTLPAAEAPSPLAVDSDVVVILAALLCALICVVGLAAVARCARSRAGAPSAAQAAARRGLKKKA
LRALPSLAYEDAVAEAKVLTECAICLSEFAPREEVRVLPQCGHAFHVACIDTWLAAHSSCPSCRRVLVVGDAADKRPPQP
KRCRKCEAAMDEEASSSSGSGGDTAVGS*                                                   
>Sbic_01g050085                                                                 
PPPSPPPPVATEEEDNEEETTDDDEMDDNDIQWEEWEDDDDDDNDEEEEGSVDESGHRGSAGVVVTAMVEEHNAEAWPTC
CVCMEPWTPDGAHRICCIPCGHVYGRSCLEKWLHRHGNTSAQCPQCRQRFRHKHIINLH                     
>Sbic_01g050097                                                                 
ELEGAGMGMGDVVQQSGHGRGEAGNGGARVSAAAAAEGGDVGGRPTCCVCMEPWTDSGAHRICCIPCGHVYGRSCLESWL



SRGGTTSAKCPQCAKRFALEHIINLYAPGNLWDRHIQ                                           
>Sbic_02g003340                                                                 
MNSPPGDGGGGSAHGIFGSSGISGFGYGIGVSIGILLVVTTIALAIYFCTRTSMPVVSAAGAPALPRDVEQGGIDEATLE
AFPAVSYAEARMRRKGKAPAAAAQEEAFCCCPVCLDGYGDGDVVRVLPDCGHLFHRDCVDPWLRKRPTCPVCRTSPLPSP
MPTPLAEVTPLASARARPS*                                                            
>Sbic_02g003480                                                                 
MDAGASAAQMEKHSSAAAFVEGGVQDACDDACSICLEAFSDSDPSAVTSCRHEFHLQCILEWCQRSSQCPMCWQAISMKD
PMSQELLEAVEEERNAQENHARTTTIFRHPLLGDFEVPVDADDAEIEERILQHLAAAAAIRRSHRHARREGRRSRSAAHG
HGHQQVLFFPAAGEATPGGSLSSRSQQEGDHEHASTVVSSPPLPTVDSAEETAADIPVNHTASVNSPPVGSNDSVSWNQS
SPVNQDEAGPSEAQSFSDTIKSRLQSVSTKYKDSITKSTRGWKERWFTQNSTISNLGSEMRREVNAGIAAVSRMMEKLET
RDGTGPSSASPANLHPGSDADSQGAVVVPLPPTAATALHNASSSTA*                                 
>Sbic_02g011130                                                                 
MASTSPRRSSGGDPPSPSTPLISSPTSPASGPSGGGPLGRLTSLRGAARFIRRTGSRRLMREPSVAVRETAAEHLEERQT
DWAYSKPVVVLDMLWNLAFVAVAAAVLAASTGESPAVPLRVWIAGYVLQCLLHILCVTVEYRRRSRDADQEGAGDEDFKL
SVVKHLESANTMFSFIWWIVGFYWVSAGGQALSHDAPQLYWLSIVFLAFDVFFVVFCVALACVIGIAVCCCLPCIIAILY
AVTDQQEGASEDDINNLSKFKFRTMSDADKLAAGIAAPVGGVMTECGTNPPVEHILSAEDAECCICLCPYEDGVELRELP
CNHHFHCSCIDKWLHINATCPLCKFNIVKSNLDREEV*                                          
>Sbic_02g012355                                                                 
RKELDDVELRETSGSFLSCDLSGQEPAFCTQEQVDKCSLGTLADDEMGVDNKPMEKSSNIEMQAELSCVICWTDFSSTRG
ILPCGHRFCYSCIQGWVDCLASNSKVSTCPLCKANFTRISKVEEAGTSDQKIYSQTIPCKSSTDVFVFGNEGYDLSRSTS
EQGACYQCHCREPEELLLSCHVCRSQWVHSYCLGPPLTPWTCMHCRDLRTLYHRYR*                       
>Sbic_02g020450                                                                 
MVGGCVSGGGDGAAEGTLARWRRAAAKRIGLSCASFFSYAASPSPPPPSKTISCSALNAAADSTDGEQQKMEEPTSTRVA
DKNLCAICLELLSTSSSDIENGETPAIFTAQCSHSFHFLCIASNIRHGNISCPICRAQWSELPRDLKVPPLLHNQSDPIL
RILDDNIASSRVNRRSSIRAARYNDDDPVEPFTLTEHVDPCLRFVLIPAPVAAHHHVLGHYPCGHMLPLQQHCQYSGSSM
LSPPQIASPSGQKRAYLSVSLAPQPAIDMVLVASPNGPHLRLLKQAMALVVFSMRAIDRLAIVTNATTATRAFPLRRMTS
HGKRMALQVIEHLCCVGGTDPVGALHKGLKILEDRAHRNPSNCILHLSDHPVRNYVGVDMNHSNIPVHQFHVGLGFGVQT
GFIMHEFEELLARLLGGVIGDTQLRIGEHGGMVRLGELRGGEERRIPLDLVADCGFILVGYSYLEGGREDQLRTGEIAVG
FEEKGDSRYCGMREMGLSIGGERRSCCAERRDYHDPFMARRWAKHFNVYRA*                            
>Sbic_02g021790                                                                 
MEHASCDDVHEHVISVAHGETASTSTSHQDMYSDSDEPHQEDRQSTSTQTPSSESSPSISPIAYSSRNLSFPRRDSIYGH
GRSPWNSGLWISFEVVMYIAQVVAAIVILVFSRHEHPHAPLFAWIIGYTVGCIASLPLIYWRYVHRNRHLDQEPQQPPTT
YPTLTPSQSSEGRNHRTSGIVLRLGCIAISCPRLSVLAYHFKTAVDCFFAVWFVVGNVWIFGGRSISSDAQDAPNMYRLC
LAFLALSCVGYAIPFIMCAAICCCFPCLISVLRLQEDLGQNRGATQELIDALPTYKFKPKRNKNWGIDHASSSEHLDEGG
ILGPGTKKERVVSAEDAVCCICLTKYGDDDELRELPCTHFFHVQCVDKWLKINAVCPLCKTEIGGVVRSFFGLPFGRRRV
DRIAGRGVASSRFNV*                                                                
>Sbic_02g022520                                                                 
MTDGRRPDGSYGPEYGPVPHELEYALYHQLPSRSRRRSPWPLHHGDYPWRLSEQRFGRRPFERSSSSVWPTDVVLRHPLQ
PYTPFQIHHVHDSSGSGATLNPRRSQEDTGLTDEEFRKAMDQLRKQEYRPPDPQKKQGDSGGGRGILRTRSAAPPATTEE
KACTVCLETFLPGEQVAITPCNHMFHQGCIAPWVKGHGNCPVCRFVLCERRNPATADAANEDGGMDLELLAMVRTMEEAF
SRFRLFSDSTPHYH*                                                                 
>Sbic_02g023600                                                                 
MAAGLRRAGGRFLLAREIRSSGAGANVHFFGARGGVTMPRALLEDPAPAPAMDATATTTGRGSPPSASVSAAASRITPAV
LFVTVVLAVVLLVSGLLHVLRRVFLKSHHASAGAGERQLQHLFFPAHDDGGASGSGTGGGGLGQAAIDALPEFAYAELSG
TAAAAASRKGKEKAARPFDCAVCLCEFADHDRLRLLPLCGHAFHVACIDVWLRSSATCPLCRTKVSARHLAAATDAPSSV
ATDVEEQKPQQDQAPPDAVEAASSSVVLPVRLGRFKNVDDDAESSSSTGATSRIDRRRCYSMGSYQYVLADEHLLVSVHL
RHGNAGGGAGTACGTSSSAAVTAASSSDEQHQGKKVFARGDSFSVSKIWQWRGSKRLPGGLCADDGLPWAPAAKDDHASA
NTRQHSDT*                                                                       
>Sbic_02g023730                                                                 
MALANRTSSHTASTPPSPAGAGPPPRPVDQWGPNSSCRACLSDLAAVVVVLVCFSCVALCLHYAAGVLLRCLHRHRRRRR
RRRAAREEAQAQAQEPKPLSDADGGSAGASPVVAGVWAEAECAICLAELDDDLEGGGERVRVRVLPACGHGFHAACVEAW
LATRASCPTCRAPSSSRSRPSRTTRQP*                                                    
>Sbic_02g024820                                                                 
MEASAAGAADPFFPIYISSDEEDGHPYFTESYSPEEVQIQEAIFLSLDTSRAQTASAGSASSSSHPAGASSTPEADTTDA
PKETPLDRKGKRKLQPEDDRSDSKTKRSKRNRFNCAICFERVQAAEKFVVSHCAHAFCNSCVGRYVAGKVTENVAVIGCP
DPACEMGIIEMDLCRDIIPPELFDRWNVVLCEELLGDDKFYCPFKDCSALLLNDGSVKIRETECPHCHRLFCARCRVPWH
TGIKCKEFKKLGDDEKGENDLMLKKLADKEKWKRCPKCRMYVSRKSGCLLISCRCKQYFCYHCAAPMDRKTHYCENCKH*
>Sbic_02g025520                                                                 
MSATATDEAAVEARLQALRQRLGKKQHFEEAVNELAAAVRDRYAGASPTLRKSMYSTVCRVATVLQTRYTAPGFWRAGLN
LFMGTEKLVSNPAEKEHLKTCISRAREHLDEKENEDSMPSSREADTRFLFEGHLTVGQEPPPPAWLVAQNLTRELSILTE
SSGDQDGNSNRTVPRAEEITPAIMNLLESISGDRDLETALEESLQGIIEHPPRAPPASKEVVANLPVIAVTEEVIARLGS
ETECAVCRENLVVDDKMQELPCKHLFHPPCLKPWLDENNSCPICRHELRTDDHVYESRKEREKEEEEDRRGAANAVRGGE



FMYI*                                                                           
>Sbic_02g027200                                                                 
MDTTLLRSNGRRRLLPFFLLLLAAADLTAVQGQQGQQQQQGGYYQQQSFSPSMAIVIVVLIAAFFFLGFFSIYVRHCYAG
GDSSNSTDPAGPNGAAARSRRQQRGLDAAVLESFPTMAYADVKAHKAGKGALECAVCLSEFDDDETLRLLPKCSHVFHPD
CIDTWLASHVTCPVCRANLVPGADDNAPPADGDDAPELPLPAAPAQEPLPSPPTSAPPAAPAAAVVIDVDETEEERIIRE
ETDELMRIGSVKRALRSKSGRAPAGFPRSHSTGHSLAVSAGTERFTLRLPDHVLRDLAAAGKLQRTRSLVAFRSSRGGST
RRGVSVRNGAGAGAGGEGSSRAGRSIRLGQSGRWPSFLARTFSTRLPAWGSRSTRRGVETDGSSKGGRAAGVVAGAKSVE
QDDQAGAPGQRV*                                                                   
>Sbic_02g027220                                                                 
MYTVRPHAATSTVILNCTEAPLDCLPLCPGGGEAPCSAYALPPPPPLPVIPRAPVAADRHAPVRLLLVISLLSAFLFLSL
ALSTLLLYRRRRLILRRRRRLAAAAAAEGADDDDGGGGFGDEEEGGGGGVVHHVWYIRTVGLDEATIASIAAVEYRRGVV
GRGGDCAVCLGEFSDGELVRLLPRCAHPFHAPCIDTWLRAHVNCPICRSPVVVVPSDPPVAAAEAEAGDAQSGEHHVHEE
MSLSQSESETEGSEDSEASSATQSEGTTATTEEDGRATPKAIRRSASMDSPLFLVAVPEAQDDVVRYSCKLPNAREMKVF
RVKEKEAGTSSSSCQSGRFKIGRSMSSSGQGFFFSRNGRSSGAVLPL*                                
>Sbic_02g027680                                                                 
MGISSMPEPRDSLLWYLVVNTVISITALAGLVRKALVFLDLQDDDAGDRLVASAPGLGLADRFLRAFRPALYGVLVSTST
TCSAAEADGDDCSVCLSGFVAKAVVNRLPCGHLFHRACLETWLRYERATCPLCRANVPLPPEETPVLRYPELE*      
>Sbic_02g029150                                                                 
MSTVSGTRRAPRRQSQDGSADKVLVIIEASSRVAGSRRGPPTPVPGARNSPIDVEAIDDEVQAVSPSRVPPPRRNRRTRR
EPITVVDLEVESSREGNKRQRVVPVGHHLSSDSGAGSSLQSNAVQTGKEPAKEVPKETFFTCPICWNKMEEPSTTTCGHV
FCDTCIKQAIKIQKKCPTCRKGLKMNSAHRIYLPKASS*                                         
>Sbic_02g030410                                                                 
MATHTTYSVRVSSETHKIEAWVVSDEALARQLQEEENTHDAAADTREFAGNVSLELSSPAVEYRPTQNAAQVAREDNVDP
DNMSYEQLQALGEAVGTQSRGLSDELIAYLEPFRNKCTFFSRKKNSEECVICKTTYKSRQRMIRLPCSHCYHADCITRWL
KINKACPICNEEVFG*                                                                
>Sbic_02g031050                                                                 
MEGSKGSGGGGDGAGPEKPSAESNPSLNPPPPTAAATEATDDGGAAAAAAAEAARRPFTALSQEEADLALARVLQEQERA
YMLLRMNGGGGEGSDYGSSDAGSYEYDEEGEEDYEEELEHHLRVHHHGHPSGDGEGEGEGEAEGAEGSDYDEEFEEDEEG
EPEVDPAEFEDDEAYARALQDAEEREVAARLMALAGLSDWRTVDVEHEEDHVNDPQEAWQEVDPDEYSYEELVALGEVVG
TENRGLSADTLASLPSVTYKMQDVQDGNTEQCVICRVELEEGESLIALPCKHLYHPECINQWLQINKVCPMCSAEVSTSG
NKEP*                                                                           
>Sbic_02g031080                                                                 
MHVCGGDGCARGHYFGRGLLAGATHAQAPEPSLIDAQRLQLELVLAAITIMVFVASVSYIALSTIFSCFYTGRSQQQPGN
SEMWSQAQRSVPAVVEETKRALEEIPVVMVQVTRDSNSGSGGVGAVEDDDEPRECAVCLAEYAGGEEVRVLPTCRHGFHR
ECVDRWLLTRAPTCPVCRALITPHAEGPDAKV*                                               
>Sbic_02g031500                                                                 
MDTDTTSTDSQFRHPAPAISAAGARAVVCSLAARGAESLARGLVTCVFATVGTVLGAITGGLIGLATETGVLRGTGVGGI
TGALVSMEVVESSLALWRSDEPAIWSVVYVLDVIWSLLTGRLVREKVDPAVLNAVESQMSAAEATVLHGDHADIFGMGGT
NGMARVAIDALPVVRFTERSSVDASGDLIACSVCLQEFQAGDSARSLPVCRHTFHLPCIDGWLLRHASCPLCRRSV*   
>Sbic_02g032320                                                                 
MRDLQAGTVVEHLAGVAAAATAPSSASAGGGVHTDTFLILAAVLCFLLCVVGLAFVARCSRLCNPSSYSVDADDAAAAMP
AEAGAAPQCKGIEKDALEKLPTVPFEAAGHDDVDERPECAICLAEFARGDEVRVLPPCGHAFHAACVDTWLLCTSTCPSC
RTALVVAQQQAPPASADDLLQCGCASAQASAGPAEFPVTLAAVVVVVERGPCRTSVP*                      
>Sbic_02g033150                                                                 
MDHSVPSPSSSPRTAAAAPGGPCCRFDALRRACARHAAVAARAAGWTLGALLTCVFAVVGSLVGIFIGAFMGMSTESGMF
RGAGVGAVSGAVFSIEAVESCIEIWRSSHSGKYSILFVLDIISSLFSGRIVWEKVSPALQRAVQSQMSLMSTPFIDNNDL
FETGSTGGMSRDLIDRIPKMRFSAASNCDQETDSSCCSVCLQDFGAQQFVRALPQCQHIFHVRCIDNWLLRHASCPLCRA
GVHIDHIHM*MDHSVPSPSSSPRTAAAAPGGPCCRFDALRRACARHAAVAARAAGWTLGALLTCVFAVGSLVGIFIGAFM
GMSTESGMFRGAGVGAVSGAVFSIEAVESCIEIWRSSHSGKYSILFVLDIISSLFSGRIVWEKVSPALQRAVQSQMSLMS
TPFIDNNDLFETGSTGGMSRDLIDRIPKMRFSAASNCDQETDSSCCSVCLQDFGAQQFVRALPQCQHIFHVRCIDNWLLR
HASCPLCRAGVHIDHIHM*                                                             
>Sbic_02g033390                                                                 
MAAVNCLYVAAASTAASAAALQWWASSLLDGDAGAGGDGDWLGAVLRSRVTVALLANLAAHVFLVVILALKTLFFVQLTS
IETRKVLEHIINYVIYKGTFLPLVVPPTTQQIILWSTWLVILCSLKMFQSLARERLEQLNASPSATPSKYFRVYSALLLV
LSADLLWMWLCVGFCSYCNSKLFWLLFFEPLSIAFDTLQSIMVHGFQLFDIWQRHLMESGTDFLDFQKSYKQAAGSFSEW
RGKLTRNFGFAIDLISLLMSLGHYSMIFWLRGMAFHLVDAVLLLNLRALIVSFLKRIKTYIKLRKALSSLDGALPDATYD
EICAYDDECAICRGPMGRAKKLSCNHLFHLACLRSWLDQGLMEGYSCPTCRRPLLLSSEGQTRSTTAEVANVQRIAEQLT
MGMNQQRVPGNEHPVEQQNPSDAVWRGAGLDASWIPPWSSPVMDNPSSSSAVRSVGLTGVQMMMRQLASVTDNYGHADGT
WNLWPEPMAGSSLVPSTSSMPGSASASGLRLRGSAGTGNNGSLSEVLTMVDRVREVLPHIPDELIIEDLMRTNNINATVN
NLLLMQ*                                                                         
>Sbic_02g034080                                                                 
MGPAAGSGVVIRAAAVGLVLVGIALAPPLAAALRPLRERVASVGAAASAGSWGDEHAFFKRDENDIGPYSWNITGTYKGS



WTFAGATNGSSRFLEFVESKGDSVLELLSTPTKISGVHYVQGSITFHDVIDNAHDGGVAQIRLEGVYIWPFRQLRMVANS
GADGEPLQEEDYFLSNPYHLLRIFSSQVFQESSEEKNQRKNSLTYDMEKHCNTEIAAKVVRVSSNPNDGEHEKYRLEGLV
ESPAVDDDGECFSPILLNATSLNVEVYYNKAVNYTLMVTFISFLQVLLLIRQMEHSNTQSGAAKVSILMIGQQAIMDAYL
CLLHLTAGILVESLFNAFATAAFFKFVVFSIFEMRYLLAIWKASRPLNSGEGWEIMRRELSVLYSRFYGILLGGILLMYE
LHNFLRPLLLLMYSFWVPQIITNVIRDTRKPLHPQYILGMTVTRLAIPLYIFGCPNNFMRIEPDKKWCIAVTVFMGIQAA
VLLLQHYLGSRCFIPRQILPEKYCYHRKVEDNTNQPIDCVICMTTIDLTQRTSEYMVAPCEHIFHSGCLQRWMDIKMECP
TCRRSLPPA*                                                                      
>Sbic_02g039360                                                                 
MAVTATTVAAATTMLAAVAAVFLTLVLCFYIFLCAKRYRGGAPPPPPAHAGAGGVRAWLRTVFGGGGTRADGGATEWCYD
GGLDEKSMAKLPRREVAKGEALDCAVCITELAPGETARVLPRCGHAFHVDCVDMWLRSHSTCPLCRCPAVDDPPVPPAVP
TPEADPESPNFPTNVLFFGSQDEVSTGRSQSQQRSAASQACVGLRRLIGCGGATPPTQPPHRCDHHHYQEEDARGDIEMG
LAVAAGGESSASSRPMKPPQPGS*                                                        
>Sbic_02g040220                                                                 
MASANDEDRAAAAGILRLLMGMAAAAPASALPRGGGGAGGPGLVVVQHVFLDGDGDLFSGGVGGGVPPASKAAIAALKEV
KAGEVEGGGELGECAICLDGVEDAGKEMPCGHRFHGGCLERWLGVHGNCPVCRRELPPAKEEDNAAAMEGGGEERRRPRA
AVVVSYLVLGGERGGEAQAQAQQEPGPEREEPWNIRIEDVD*                                      
>Sbic_02g042800                                                                 
MGLQSLAAAGLVLLLLYLTGRFLWLYNKDAAQAEAAAASASSPSSRRRRPATAAGASTTSLPAAASPPPRRAMPLSSSSS
LLPVFFVLNVGVPAGPGAETAECAVCLTEFGEREAGRLLPGCGHAFHEQCIATWLRVSTTCPLCRAPVATK*        
>Sbic_02g043600                                                                 
MASLRAALLLIPPFSVVVAIMAARCLCRVMARKLSALACSLQLACLSSGGSSSFRYQLMVSSPSSSVEDIIKGGGGQLPV
ALYSRRTTRRRCDGEEEEEEECVFCLSGIEEGSEVRELRCQHLFHRACLDRWVRARPVAATCPLCRGRLLAEYYCYDEEQ
EEEAAVDDDEEDSDMMLFMACVHSSSSSSWLWAS*                                             
>Sbic_03g001960                                                                 
MSSPPSPPVPDGGGPSPFVNRQQRQEQEQLQHPDYSFSGRVLLTAVVILAMLTVVFVLIRLLLYQFVARGRGSLTLGVRR
SFGRRSVRHGLDASALAALPVTTYRVRRADGGGGDGDGSSASAAAADCAVCLSELADGEKVRALPDCGHVFHVDCVDAWL
RSRTTCPVCRAEVRPKATAGIDARPSPPPALIGAAGATLVVTVEGGGAAETGDARRTSVLGFGQPSGAVGTASPGAGGTR
CCKATTLVAVAATSFVCCFILVVAFLFVRFLLLRQRWRHRARGLQQEQHHRSKHGLDAAAIAMLPCFPYRRHADTAADAE
GSTSVPAAAAECAVCLGVLDEGQMVRQLPGCKHVFHQECIDVWLASRASCPVCRGKAEPPPLARAEDRAAAAASTPARVA
AVEMFGDEELASSSTPREAERAPWTTRPEAGGGLA*                                            
>Sbic_03g001970                                                                 
MPAATGCDIVGAGTATFAVVCEYDDRFGVVLELVAFSAFVLLLRYAAALYANHRIATLSAHDDLPPPPAARSDGASSSGL
DDAAIARLPCFVVVVSRGAGAAAAATATECAVCLGAVEEGETARSLPGCAHAFHARCVDAWLRLRPTCPVCRATCR*   
>Sbic_03g001980                                                                 
MSMGTPTSWLFASDNSRYSTRARLLFMGLSFAIGILTFLLYLAIWYLCSRRRQLRRRQRGELFAPGVGDTDGDHGMSADA
IAALPTFVHGAEAPALDCPVCLGQVEAGEKVRRLPKCAHSFHADCVDAWLRAHSTCPMCRAAVGTAAAATATKQQAEVAA
VVVVVPVSSPPAEALPPV*                                                             
>Sbic_03g003920                                                                 
MAQTGNLSQRDHTIDIPMSDGTSPSTSHQDDPSGLDELHHSRGPSNEVPPGPERSSGTNDASDSHNASSARIDRGHRQQN
PLNSGFWISIELIVNLSQIVAAIAVLSVSRNEHPHAPLFTWLLGYTIGCIAILPHLYWRYLHRNRPNMEQEMTPQSLSER
NMSETNSYAAVSSPRTSEAVDGTNSTGVSRMNLPLASPRFYAMVACFKLMLDCFFAVWFVVGNVWIFGSRSSAHDAPNLY
RICIVFLAFGFIVYALPFILCTMICCCLPCIISILGVHEDLDLNRGATTEAINTLVAYKFQSKRVHDGDVGEDGGGVLAA
GTDKERIISAEDAICCICLSKFSNNEDLRELPCAHVFHMECIDKWLQINALCPLCKAEIGGSTTSNPESGSVGPDNANRV
GNDVESQR*                                                                       
>Sbic_03g005270                                                                 
MARNNQGHLQLPEMDHIQPKNIPHNESLPLGQKLLLHHGSDAPLRIGHSTHGNMGHRINDLPSSSRTVQTLGYRVGNPGT
SHAPFVHYHAGSSSSHLPAEPAVDYLHRSEEGFAPVGSHIDNRRAAMKRKDPSVHPAGISATGYYVGSCSNTQPSNFVQP
NPAPLAEPLLHQIPLSIDQSGWDGQHLIHQEGFQRNVRARHSHNISLEPRSASTYPLNSAHMSSFGSTASASSSTSVERN
QAPVSLPTRTVPSGAPGITSRALTGRAYYPVVGSSSPSVGAVPTIHGSSGTAIFANGGYAPSTAHTGTVPIYPNGAPATS
SGSRAMPHQMVIQNHPHATSAATSTSMRDRIAAASRHARHVSVGHANNGRYRRARSSYYSLHPLMVEAERFMMDQLVFYE
SRAAAADPHRDMRLDIDNMSYEDLLALGESMGNVSTGLADEKISKCVKEVVCCSSGQMQIDEDDQDDGSCIICLEGYKDK
DMLGILKCRHDFHADCIKKWLQTKNSCPVCKAAAA*                                            
>Sbic_03g011120                                                                 
MAEQASAGRYWCHMCAAVVSPAEGEAEMKCPLCHSGFLEEMETARGAAVAAVATDDGDGDGTVAQVYSGGADRPSSIWAH
AILSTVDSSVRRRRNRRQQEAAGDVYDWNDPEFSLRRRRVTAFLRLLHELRDRQLQRLEAAAGVALEGDQLTPFGRSLFI
GAAGGGGGSEHGVALGDYFLGPSLDALVQQLAENDAGRQGTPPAKKEAVEAMPIVEIPSGNDDDTASCPVCLEDYAAGER
AREMPCRHRFHANCIVPWLEMHSSCPVCRFQLPATDDKSSCSSGNGGGFVSVDADREGNDDGGGDGTGRATSPPGNAEPA
EAEESGRRLPPSLQWLNSLFSPSAQSSGSGSSSSHHWEN*                                        
>Sbic_03g012750                                                                 
MGAGAGDGTLPKVGEVAMSCDDGPGQVPFSKRPHVPDPGPPQQVSDPANYAVAGKILLAVAGAFAGVLLALVALHLYSST
RRRRLGLGGGGGQRRLLRSLAIAGGGDEDRRDGALPSPRGGLDPAVLAAIPVVVVDDAGARGDCAVCLAELEPGEKARAL
PRCGHRFHVECIDAWFRGNATCPLCRADVVVVAPAGAAAPSAPPEGGAQPEVRIDVMAGDAVAALPANGGSTVAPVMGRL



HSGRDLEKARRVFASTRFSSF*                                                          
>Sbic_03g012760                                                                 
MSGQSSSSYGDTDHGTDSASSSIGWAPHGRGMTACLIVVNVVLVALVYLYFWRLFSRKRAGASSSATNNPVDHDDDDDAS
STASTPPSSPPTSQDLHDRLVASLPTFVARSGSGAGAECAVCIAELRDGDEGRALPRCGHRFHAACVDAWLRRRHTTCPL
CRASVVVAGEEAGPKGSGVTDTTTAAALEDMDAPV*                                            
>Sbic_03g013890                                                                 
MGAGAQEDEEETTMVAEGGVREEEQAAAEGAGEEEQLGQGGGGEGEGEGEGEGGCGEEKAAAVMSCSICLDTVVAGGEER
STARLQCGHEFHLDCIGSAFNAKGIMQCPNCRTIENGNWLYANGSRSSQDVNNDEWGYDDLYDHGHSELATFVPLRIQWC
PIGRLELPSLFEEVESSAPATFNDFTGQFNSEPMAPVPATPHPGPYLAYFQPAPPPASSSTHVAERTMDGAAYHDHWNTM
AGLSDVRRPWAYYSQPNNDNGIAEQQGLPLGAMRVGGVDSESQQRGSLPSFYGNGYGRPRIPSVPPMAPQFIRAHGNLID
QFQQTSSSLFAGSQQSGGMRPLGAVGPSVPPPENTSFCLFPPASSGPSTMEAEDVRANQFYAWERDCLAPYPLMPVNNEG
TWWSSSQQQPPQGAPEPAASAPRRLSGQWIGGVGRLPPSENRSPDDSPFRPLHIPRM*                      
>Sbic_03g024030                                                                 
MPMRGVDFKWYDGFFLSMLATSVIIVSINWKRYRLCAHPLHIWIVVDYTTVFIFRLLMFLDNGLAAGMGLDLGWQQRYAR
FCGRIVVLSVLVLLLYPFLWVWTVIGTLWFSTARGCLPEEGQKWGFLIWLLFSYCGLACIACVAIGKWLNRRHALQQRAQ
QGIPVSEYGVLVDMIRVPDWAFEAVGLEMRVGQDTAYHPGLYLTAAQREAVEALIQELPKFRLKAVPTDCSECPICLEEF
HVGNEVRGLPCAHNFHVECIDQWLRLNVKCPRCRCSVFPNLDLSALNNLRSTSEPDHPSASASDVTTATAATRYVRSQPA
GQSYLVRLQGLLLRPVRHESVESDGEPAVANSRLVGTEELPSIVVDDGHQLPDR*                         
>Sbic_03g030660                                                                 
MAFRNMVCTPQVIDLTSERGQAQGGNGSEIPEQGAQHAVRVVGNGTNVGLSGVRSYYDVSINHHHQPVHNPPPNLGVDSG
FVFASNMYNPCMSSTSINRHVSHAQSFGSGNQTLPLNQVPGSMDESSRNDSVGESARDHIKRKNAAVAGSYPFVNGFASS
SSSSHAPQNPMLRPWDPSFESTVSSNVAPFNPSEYHGHSSWPSLEGSSIAGTNGFNSMAVHPESVQRGNYTFPSNHIGHS
WMPHATNGIADGVPQWEYVNATTNIQGRFAHSGATEIANGGFQEYQNGPSTVSRGPVPYFHQHAMHGMQAHNLLDPTQMQ
VPYQQCHNNGVLHGGVNYPGNRLHLGPRIPVLFSSPERTFGPPQHPFLANPVNHRNIRILPPEQHATIMDFSRLYEVSNT
VDEHRDMRLDIDSMTYEELLALEEQIGDVNTGLTKSHIVDKLRTSLYVPGTSSMPDQPSKSSLENDACIICQEEYQARDC
VGTLDCGHRYHAECVKQWLMVKNLCPICKTTALSANRRQGK*                                      
>Sbic_03g030870                                                                 
MDILFEQAAAGAAWGDALKKGKDKVVEGESARPPKHSGELLGAAGRVLGAGSDPWSAVVSKCKAGDGGNNGAGCWGTWGD
RGGRVLGAGSDPWSALVSKCKAGDGGNHGAGCWGTWGDQLANSAPMPRLGSERKGFHETYALRGMPQLHSDSAASSDKWK
GILGASPADHANSLWSSCDTDMEDNVDETFSQRSASAREISNCDDFLMEDSSSSWLSKIKGLHFPLPDEHQLRTRQIEDD
EAFARRLQEQLNQEQPGSQHSEAVDATIAWTLHEQDAEHARFAAREGQSSSSQRDRSMAHLYSYGRHSPVQSFAAWASNL
PPIPMPSFRGLQRNSNCPQAEQRNMLISQLTKGCFGEDMDLEMRMAVLDSLSEAFRNCEDTLSPDSDVDYEDSIAFDVEI
QYRGASDDQINSLPLSLVEGGNCSDEPCNICLDCPAAGDSIRHLPCLHKFHKKCIDRWLGMRTCCPICKSNVFSQ*    
>Sbic_03g031610                                                                 
MLPWVTSALTQEEQNKMLDTWKQATKNTMFGEWLNEWWKGAGTTSDSSSEASSSPEDSHLQDKLEQNDQMFKPGWKDIFR
MNQSELEAEVRKVSRDPTLDPRRKAYLIQNLMTSRWIAAQQKLPEPNSEECSDGASIPGCAPSYRDQEKQIYGCEHYKRN
CKLVAACCNKLFTCRFCHDKVSDHTMERKATQEMMCMVCLKIQPVGPFCQTPSCDRQSMAKYYCNICKFFDDERTVYHCP
FCNLCRLGKGLGVDFFHCMKCNCCLGMKLTEHKCREKGLETNCPICCDFLFTSSAAVRALPCGHFMHSACFQAYTCSHYT
CPICCKSLGDMAVYFGMLDALLAAEELPEEYRDRCQDILCNDCERKGRCRFHWLYHKCGSCGSYNTRVIKTDTADCSTPN
*                                                                               
>Sbic_03g031830                                                                 
MVGRGGGRGADGDRPHRERPCLSRRASMQEQISSSFMDSPPPPHLDAPFFGADLIPSGRLRRMRGYRHSPGGLEEEIMMF
QTRVLLGGMNMYDRYQDWRLDVDNMTYEELLELEDKIGYVNTGLREDEITRNLKKVKHPSFSSFRFATEMERKCSICQEE
FEANEEMGRLDCGHSYHVYCIKQWLSQKNTCPVCKTAVSKN*                                      
>Sbic_03g032270                                                                 
MRPPSSSSSSSSSSSSSSSAMAAPGGGRMSAFTMRAVARMSRARWFIFLRRVYQYQNGPRSDLGSNPFNSPGWLALELGV
IVAQMVLTTAVVATSSAERPAWPLRLWVAAYNVGNVLSLPLLYWRHRHSSAGGRGGDALSGDLEMRGANDALRDSRSYLM
NKARAFLELFFAMWFVMGNVWVFDARLGSLQRAPRLYALCISLLAWNAVVYSLPFLLFLLLCCFVPMVGYALGYNMNSAS
VGRGASDEQLAALPRWRFKEPGPAADVPRDRDHDDQECCICLAQYREKEEVRQLACTHMFHLKCVDRWLRIISSCPLCKQ
ELK*MRPPSSSSSSSSSSSSSSSAMAAPGGGRMSAFTMRAVARMSRARWFIFLRRVYQYQNGPRSDLGSNPFNSPGWLAL
ELGVIVAQMVLTTAVVATSSAERPAWPLRLWVAAYNVGNVLSLPLLYWRHRHSSAGGRGGDALSGDLEMRGANDALRDSR
SYLMNKARAFLELFFAMWFVMGNVWVFDARLGSLQRAPRLYALCISLLAWNAVVYSLPFLLFLLLCCFVPMVGYALGYNM
NSASVGRGASDEQLAALPRWRFKEPGPAADVPRDRDHDDQASKLHPPISPSHASLA*                       
>Sbic_03g033040                                                                 
MGALDLHLEFASAQHGQAKLNVEEYAKGSLLSDGNYNTEKINGSNPDEYEKFQKGIMQYGCPHYRRRCRIRAPCCNEVFD
CRHCHNETKNSIKIDKMKRHELPRHEVQQVVCSLCGTEQEVQQVCINCGVCMGKYFCGLCKLFDDDVSKQQYHCNGCGIC
RIGGRENFFHCSKCGCCYSIALKNSHACVEGAMHHDCPICFEYLFESTNDVSVLPCGHTIHVKCLKEMEEHCQFACPLCS
KSVCDMSKAWERLDMELATLSDSCDDKMVRILCNDCGAISDVQFHLIAHKCQNCKSYNTRQI*MGALDLHLEFASAQHGQ
AKLNVEEYAKGSLLSDGNYNTEKINGSNPDEYEKFQKGIMQYGCPHYRRRCRIRAPCCNEVFDCRHCHNETKRHELPRHE
VQQVVCSLCGTEQEVQQVCINCGVCMGKYFCGLCKLFDDDVSKQQYHCNGCGICRIGGRENFFHCSKCGCCYSIALKNSH
ACVEGAMHHDCPICFEYLFESTNDVSVLPCGHTIHVKCLKEMEEHCQFACPLCSKSVCDMSKAWERLDMELATLSDSCDD
KMVRILCNDCGAISDVQFHLIAHKCQNCKSYNTRQI*MGALDLHLEFASAQHGQAKLNVEEYAKGSLLSDGNYNTEKING



SNPDEYEKFQKGIMQYGCPHYRRRCRIRAPCCNEVFDCRHCHNETKNSIKIDKMKRHELPRHEVQQVVCSLCGTEQEVQQ
VCINCGVCMGKYFCGLCKLFDDDVSKQQYHCNGCGICRIGGRENFFHCSKCGCCYSIALKNSHACVEGAMHHDCPICFEY
LFESTNDVSVLPCGHTIHVKCLKEMEEHCHRFVTCRRHGRDSTWSWQLCLTPVMIKWSAYYATTAGLYQMCSSI*     
>Sbic_03g033910                                                                 
MSLLSSLSSLGLGYSIAIALGFLVLLASLLLAFYFCFGRGGGGGGDYWAGEAVTTASSSGHLSITVPRVLFVAEGSESPD
DAAYSSASAAAACSPVGLDAAAIASYPKVAFSSRAAEADAMCSICLSEYRDGEMLRVMPECRHGFHVACLDAWLRRSASC
PVCRSSPIPTPNATPLATPLSELVPLSQYAADRRRRR*                                          
>Sbic_03g034930                                                                 
MATTTTTTTTMKASDPGSAWFGSGASRTPSAAGTGGHNARLITTAVAAFVSVLGLALFLHLYVCHVRRRNRRRAEAARAA
VLPTTAAAPAKCGLDAAAIAALPTTIYRDDVGGEAATDECTICLGAVEDGEVVRALPACGHVFHVPCVDTWLASSSSCPV
CRAEVEPPPPTATVGSARFVLEKVQDAVKEEAGSCSSTPERGIGACASLMKMLSRERPAAPRRPQQGAYADAGDLDDLER
QQYAVAVNN*                                                                      
>Sbic_03g038270                                                                 
MGVHAKSMSWYMSPPGSPPAPGSAATEAQHALSSSPGGSSDASFDTNMVIILAALLFALLFALGLNSLARCLIRWARRAS
EGEDGGAGAGAGGLKKRALRSIPVEVYGACGADGAAVDADVCAICLGEFADGEKVRVLPRCAHGYHVRCVDTWLLSHDSC
PTCRGSVLDGAKAAAAAAPAPAAGGSRRQGSEAAAIAVVIG*                                      
>Sbic_03g038350                                                                 
MAGAIFLGVLAGLVVLICTIVCAVRHCQDGAGSAKVGGGGGVSSPAGKQEALLNKNKNKDDVDVVVAVPHQPGGAAGKRG
PEPSDGDVDLCAICKARLADASWGRCRRLRPCGHVYHADCISLWLQRKWICPVCRAAVAMSRTEILDAVV*         
>Sbic_03g038810                                                                 
MAAQEALRWRYGDVDDGNFEVRGRGVPAVLVALFGVLVCFVAVCLYLRWTCHRYNDRRLIAAARATAPPWYSSAATLAAG
ATTACFPEAAGLDDAAIAGLAVTLYRPGAVGAGACAADDGAARQQCCSICLGEFQEGDKVKALPRCGHGFHPECVDAWLR
ARPSCPLCRDTLLAAAVATKPDAAVGSEAV*                                                 
>Sbic_03g040870                                                                 
MSVEQLHARRLLSHAAATAAPPAVQVQVSAEHAHAHAHAAAAPAFSSLNTTVITVLSLLLCGLVVVLAVHAVVRCAFRVT
RRVCYGQDDEPPGGGGGGDALAAGSSSSSSSCQAGPRRKRGPRTGLPPWIVYSREVELTGCGAAECAICLTEFQQGDRVR
ALPRCNHGFHVRCIDRWLAARQTCPTCRRAPFAAKPSPSVPDRAEATEAAGQLRVHVEDGAGQQETQ*            
>Sbic_03g044490                                                                 
MGGFCCCLSTEDFEEYVYPNNPIYRQCISLRHFFHSIFGGYTATFQRLESRPNNPAQGVTPPGSTNPSVNINDNSLAETY
HLVSRPPPYDTDPRYARVQREGLVSRREKSINLAQEESLALRRNGSSSGIEHLAAQKKRSSTENEGEYMVHRSESTKSLS
AKAYSSSYAVVASEDEDVCPTCLEEYTPDNPKIITKCCHHFHLGCIYEWMERSDTCPICGKEMEFCESP*          
>Sbic_03g046160                                                                 
MAAAAASSSSEGPVAVSTCVSLGEAAAAPGGGDRAAADCGVCAICLDRIALQETALVKGCDHAYCVTCILRWASYKQNPL
CPQCKHPFEFLSVHRSLDGCLHDYLFEESVCLLLRAAWFEPLIVEAHEEPLEDEEFFDQQYQYDDDEDDLDEESYYMSRS
SSIRIGNRRWGDNGYIRGGRKEARPVNTDASAGPSRTPKKKKEKTASSSSASVSVSGSGSGSGSVSKDVAGRRAKRAQKR
EAADRAAAEKHLKHLQRLGLRKAPEPEVPAEVGPLVNE*                                         
>Sbic_04g000640                                                                 
MAMATQGLADQADQQHGRSESEPTNTTSHHGAAATSIATNRWGPYSGAGDFASNMAVILAALLAALALGLALNAAVRYLL
RRARRAGSGGSNRQGNISISISSAVEEDPEKPPPPPALVYSAAGTKLAGAAPECAICLAEFADGDAVRVMPACRHGFHAR
CIERWLAGGRRSSCPTCRAPAAAGAAAAAAQPADESATPTPTPTPSSSSS*                             
>Sbic_04g003650                                                                 
MEEYSDRGSKAEIAYLRRGSRFSSRNQSSEERTNNHSSDKPGSSTRFNPMKARIGDNQERPRYVRDSFKSSSSKVAPASS
SKFPLSKFEERRRQPFLPGFDNAGSSRRKVDAKRLVGSKKIAVDNESSDTLQGESEGFTTEQVPYPEGSHFTGHSGVSSY
TVKSLVQTASLSSRTQRQKHKEVNMGTPGACSSSLTNGSSIPGNSTMGVRPAYGHVSGGQVRGLKNLGCTSVPDAQPSGC
PSESVSSRRFEFMRKRAFDQENSSRSRSLSLGLSPPTDIHNTGHRIRMNEQSLSQQIPQRSSRNHQEPAVSVRTRRPSPH
ATRMSVPDERADGMLSLHESPTRNVQPAQEHLSLEEVSTESSIRPFFVEFDNNIFSSSRRRCSNTRAERQLLVLETNLFF
GAFASYDRHRDMRMDIDNMSYEELLALEERIGSVSTALSEEQFTKCLRRSIYSQVASEVSKSTVDDMKCSICQEEYMEGE
EVGRLPCEHWYHVCCIGQWLRQKNWCPVCKASAVPSKG*                                         
>Sbic_04g004780                                                                 
MPSRQPPSPSSLPPAPAPGTAAVQALAGAASCLPADQSCFTVSAVSVGAPSYYSSRHDAAAAIVGTHACCNTASYITVLG
ISFGSLLVILLILCAIRWYLVRRSASRDDAAAQQATAAAAAEPAEKKQPKGLDADAIAALPEFMYRRKEDAADGKEEREL
ECAVCLGAMADGDAARRLPSCMHVFHRGCVDVWLRERSTCPVCRAEVDVVVRSSGEGCDGKDDQEGGPSRASTSMAWTAQ
EELIDEGERDLEAQL*                                                                
>Sbic_04g005300                                                                 
MAAALAVFVLFAAASALLLLVLVLAARAFRHHRGSRYRVPSLDPPPPPLHAGLSPADIHRIPSFAFPGGGGEADSSASSC
AVCLEAARAGERWRAMPACTHAFHAACVDRWLARTPACPVCRATVAVAVPVPTSQG*                       
>Sbic_04g005670                                                                 
MATGGKPAAPQPPPAAPSSSDRALESVHFSSGNPRIEETRGVVVLHPDPPAAASWSHLPVGRKPRVCVLAVPNHMTYADF
CRFCGAFVPHTLEMRIVRTDGAEDQYSVLINFDTQSSTDSFYKHFNGKQFSSLEGDVCQVRFVEDVHYTQLIEHAHTSVT
NLAEQPTCPVCLERLDQDPGGILTTICNHSFHCSCISKWTDSSCPVCRYCQQQPEKSMCSICGTLENLWICLICGHVGCG
RYKGGHAIEHWKETQHCYSLELETQKVWDYAGDNYVHRLIQSKTDGKLVEYNCHDDHTAESTCSLCSGDAAMSEALLNSK
FEAIVEEYNDLVTFQLEKQRNYYESLLLEVKEETEREISAATEKAMSIKLQKLEAKFEKFREEKRFLDEVNGNLVKNQEM



WIETIRKAQAREQAALRLKDEKIEKLQEELRGLIAHFECQSAIAQAQDSFSSDIPGDMILPVASESSSSGGDPVGGTRNG
KQN*                                                                            
>Sbic_04g006170                                                                 
MAGFTGDDPFGFDYDFGDDGDNGPFCYDPFEDYGVGGDEGEGLIGGPFALDYGDGGEYCISGFALRDGDEDDGGHVLVGE
EQGQARLSSHDEPILETLGRSFDSDGGLSQFYPHLVSALELVEDTSEEEEEEAMISGNARGGGGSEFERGAVVEEPADDD
DGGIGLVLGRLGGLTLDPRPVVGGFEGLVDAVEEATSEDDMGEVGHVGGLMLSGFDLVAPQAVTRPFRMVVGGEDTDSDD
ADWNLVDVLAGRVGEAARRLPASRAVVDGLPEVALSDEEASHGCAVCKDGIAAGQSVLRLPCRHYFHGECIRPWLAIRNT
CPVCRFELPTGDADHDWRRSRTGVVSVAQQSAPAQSGGPGAGSGSTVGAGDDATECSGENRPEQGTS*            
>Sbic_04g008070                                                                 
MADCVTRVWALAVATAACIGLPSALVYAIVRIAAARRYGAVFAMAVVLVFWVTISAAYYPRVCADLVPWPRFLRLPQRPS
SSQVDGDRAGSGALPREAAEAEAPAARGVRADDGVLLPLSLSPSPSPYPYEHQRVPLAQRQGDRPGGSRLMAALHREPPG
KARADDVPRPPCDGGPSKYCAICLADVDKEETAKRLPLCLHVFHRHCIDQWLQGHSTCPICSNSVAVGAESIVNTSERWA
CIVGLERWAMAMAMAIALDQSRVIRKDQARARCMWQWPFHICFTMGG*                                
>Sbic_04g008080                                                                 
MAADCVTRVWALAIATAACIGLPSALVYAIVRIAAARRYGAVFALGLVLVFWVTISAAYYPRVCADLVPWLRFLRPGRGR
GSGRHGGEPSSLLVPQRSSFVTVDVFPRQAPAPVARMLPWEVRRPAARGGARAGGDDDGNVPPLPPRYPLYPLYEQRRVP
LAQCHGDRSASTSRMMAALPREPPAARGNAHAGADDDDHDVPRSDGGPSKFFCPICLTQVDAEETAKRLPLCLHVFHRHC
IDQWLQGHSTCPICRCNAILTTDSSFVMQFTR*                                               
>Sbic_04g008890                                                                 
MSADDEPDSCYRWSRDFVVAHAIFASGLVTFPVAVLLLINRPHTGRAIFFAAFAALCTTSSLILCLRFYAELRRPPWPRW
LSVAAPGGLQQQQQQQEEDEDDDADQASGVVAGEETTTTRATSHALRHPVERLVIHRARAEVHAALAAGRVPSYDYVGDG
GRAEDCAVCLGDVEKGETVRQLPACQHVFHRDCIDPWLRAHATCPVCRSSVLPPPDRPVEIVWWTSEQFMSRPG*     
>Sbic_04g008920                                                                 
MDCFVRLFGLAIANAVCIGGTGLLINALVGRARKPHNTSDMAALSVFLVVWVSISACVYPAFCGALFPWSALGRLLCSPQ
RGLAWLLRLPCRGREEGHAAMYVLAREPPVRGGARVVAVDDIPAYEQEEEDVMKRPDDSPSECAVCLGEVEKGEMVKRLP
GCLHMFHQQCIDLWLRDHSTCPVCRYNVFSTVLQVA*                                           
>Sbic_04g008930                                                                 
MACFNSSIRVMILVFINTVVIGGTASIIYTFERGIKAPQVILMFFGLFNATIYPIFCLTLFPWSSLGRCLCRVGVLLCLP
WGRMRRAWSAAAAGDHDGGDSGFGLPEIVVQRQGQQVRNVFPREAAPPLPGEVGPGRAVVVAAGDDDIPAYAYEQQAGGG
AVPEYGTPSSAECAVCLGALEKGEMVKSLPVCLHVFHQHCVDQWLHHRPTCPMPIA*                       
>Sbic_04g008940                                                                 
MDCCLRVYGLAIANMVCVGGTGFLVYALVKLARTPHRHSTAGIVVVSIFLVFWLALNATIYPAFCGSLFPWSTLGRCLAP
PLTAVRWLLCFPCRCARRRLMRGGGGDDERAGALPQFIVQSHHQAGYSIGIGIGGVLPREPPAGSRRARGVAAATATAAD
IIPTSYEQPDGGDGSPDCAVCLGAVEKGEMVKRLPVCLHKFHQECIDLWLRNHSTCPVCRCNVFAPLPDQLV*       
>Sbic_04g008950                                                                 
MDWCDRCAHVFMLAFLNSFFLGSTGIIVYVLARDHSISTSGTVMVSVVLVFWVLIGAFFYFVSCGAFILCCVRRIGWLPR
PSAGGGGGSTLPAAADIPAYELRDAGHGQADGGASADCAVCLGEMETGDMVKRLPVCLHVFHQQCVDKWLKNNSTCPVCR
CNVFAPLPMQMV*                                                                   
>Sbic_04g008960                                                                 
MAMAMPAASARARAGGACGLVDAAIDALPAFAYARSCGAEGSSSSSKSGRCVQCSVCLEDVEAGEMVRQLPACGHLFHVG
CIDMWLHSHATCPLCRCDVSPQQVGVKVAAAAADPPDGALPPV*                                    
>Sbic_04g008970                                                                 
MSSTTTIMLSAASSAGARSRSDDDDVECRTCYGVVVACVSLLLFCVLAATAGVVKASAVTGFTVVFFGIVGWLVPYGARG
DAMGAAQRHDAGAASRVVVTALRRAGYSCSPLGGAAAIDVLVPPAFAYECPAVDAEGSAGKSGASALCLCAVCLEDVQRG
ETVRRLPACGHLFHKDCIDMWLHSHTTCPLCRCDLSPRRRTTKTVVTTTTVAAQSAADALPPV*                
>Sbic_04g008980                                                                 
MENTINCRENVSFMASVHTIEELHASSFSRTHWCCITMLKLYPRHQLQARNADDEGVVDEVDDGSCNPFYGIAVVCVSIF
LFCVLAASVTVWKALAVVAALAALLLGVGGCFAPKGWLRRRRPTTTGRQGATNTSAAELAVVTVTGRRPAWPGYPTCARQ
VNAPPAFAFQCPLKVDEPAAASCSVVCSVCLEDVCAGEMVRQVPACRHIFHVGCIDMWLHSHGTCPMCRCVVSPPVKAVA
TTRDAAEAPESSADDDELPPV*                                                          
>Sbic_04g008990                                                                 
MPRLYTTPTVLSGESVVYVDDVLGGGYGGLATVAGESCSLLAASCVLAASVIIWEACAFVALAAVLVAGATWCLTGVVAA
AAGRPAAAGTGTAFPTAAARASRVVCCGLAEIDISALPKSPYQQQHRPAAAAGGGGDGVTTCAVCLEDLRGGEMVRSLPE
CRHLFHVGCIDAWLQMHVTCPLCRNPQSISVTPSIVYTATRALTAQSANPMPVRMDQHPRPRPVFATLILLVSKNRWLVE
*                                                                               
>Sbic_04g009000                                                                 
MSLSPNTSLPYSTDKGGYSTHDTLVLVGIGFCATTVSALIIVLCECLCCRRRRSGGGAGGTVVYVAARPFFLHGGDGGLS
PSAVSTLPSFVFQRGLSVGGGGGSGRGEGSGSGRGWAQCAVCLSLVQEGEVVRRLPACMHLFHVCCIDMWLHSHSTCPLC
RATVLPVKEITTQDQQPPV*                                                            
>Sbic_04g009010                                                                 
MSSNGPTGAAADAMEAAAAVGSYRVCDTVVLVCLASASVLIVFTVAFCFRRAFANGYAAAAVAANSAEATAANGRSRCGL
APSALSAIPKLAYRRGAGATAGAGWAQCAICLALVRDGETVRLLPACGHLFHVECIDLWLRSHATCPLCRRDVVEAPAEK



IGVERG*                                                                         
>Sbic_04g009020                                                                 
MSVMSTVLDASPGTPPPSPPPPPPGHRGCCTSGATLELVGAFTAVCLVLYGVILYMNYLYVRWSGHDGVHRTDSGAGLPA
RKRPAGGIDKAALAAMPVLRFKADANGFGGGEGDSPMECAVCLSAMQDGDAVRALPGCRHAFHVACVDAWLCTRATCPVC
RARPSLPPPQQAPKAGAKVPGSSGRQPDLDLESQV*                                            
>Sbic_04g009320                                                                 
MSVLNMYPRLQLQASSVDDDNDDVDRHGASVGYGIAVVCVTILVFCVLVSSSLSVWKACASASLVALLLVVAACFAPKRW
WFCRRSQRPGASAELVVTVVTAGGGRPGFPCPQVNVPPAFAFECPALEASGGGEGEPAPTAAVCCSVCLEDVRGGEMVRQ
LPACTHLFHVGCIDMWLHSHRTCPMCRCEIISPVAAVTPKAEAQEAPESLDDDDHDLPPV*                   
>Sbic_04g009330                                                                 
MPTLLSARSRGGSSNRGGEGDAGGGGAGGNRRAYYGIAACAVALLLFCALAVSVSVWMAFLFGGLALVTFGVAGCLAREP
SRSSDGASDVADAAAGAAPRTQRRFGLPKAAINALPTFAYELSLIGDAGAGAGGDLELESGTAAAGSEPCSVCLEDVQGG
EMVRQLPACKHLFHVQCIDMWLHSHRTCPVCRCNLLPSPRKVAAKAPTAEAAEPPADADEALPPV*              
>Sbic_04g021520                                                                 
MGDSKGGAGGMGMNMVTTVMAFSVSAFFVLFVFTRLLCARLHLSRAAADRAAAGDAFAVNVERGIHGLEPSVVTTFPTVK
LGDGDGDGGQQTPPVQEESQCTVCLEEYEAKDVVRVLPACGHAFHAACIDAWLRQHPTCPVCRASLRAKNGTRAAPLDYS
LLVAGAAARGSAAAAQQVVPASSSSYLGASPPAAGHQHQTDDMGADGLLEIISEEPASSGGPSPAAAAGGGGGHSRCADA
ARQSEGSAGSSEHC*                                                                 
>Sbic_04g022150                                                                 
MQEGYVYVYSRRALLLAPLHSYGENAAASQVVAGQQEAPASDGVRSGGGSSSSSSSSSSSFDANVVMILAVLLCALICAL
GLNSIVRCALRCTSRTSPGGGAQRQPAAGAGEPGLSVVRLAQAGARRKALRAMPTLVYSPGMLPLQAAGGGGPVCAICLA
ELEPGERVRVLPKCNHGFHVRCVDRWLLVRSTCPTCRQPLFGAPHKGSGCTDDAGAGAEPPVRAFLVPLRPDGFITPYDF
*                                                                               
>Sbic_04g022820                                                                 
MSCTSPDPPDYCSAESPELKLYQAFIFSVPVFFTFVLLLFFYLFYLRRRRANWQSLRMRTNNLIRGDNARLECGLKKEMR
EMLPVVIFKESFLIRETQCSVCLADYQPDERLQKIPPCGHTFHISCIDHWLSTNTTCPLCRVSLLPAPKATSIDLDLEAQ
TAVEESLNVHHHQEGLVDGNTPQEGQAAEGDGVGSGQAEEPHSDVAEPLTVTVVAEPQVDTEGSPSTTCQTVKAKK*   
>Sbic_04g023040                                                                 
MTTTTTSQHQGPPTAAPVGDAAGSAMTPGGSITVASSIVIFVIISIGLLSLQYCFDARDRETHHGAWSRRRRRRGDDADG
TAGSNNGATRTRGVDPEVMRALPVTVYRAAAAPASKEDAVECSVCLAELQDGEEARFLPRCGHGFHAECVDMWLASHTTC
PLCRLTVTVSKPGPESSQTPAPASALRPLPPEPANLPRNVHVLLGVSDQGGAVTAANIVTDDGDDTTAAAPALVIEIPEL
APVPTPTPRDAAKSSPVSARPRSFRRLCAGEVADVERVTICVAVVEATRPKC*                           
>Sbic_04g023060                                                                 
MTLGSILTVAGILLLFVIFAFGLASLQYCFQRSERRRRGPRTPAGGSTRGGGTMRTSTSGGVDPELLRSLPVTVYHLATR
GADKERQDAVVECAVCLAELQDGEEARFLPRCGHGFHAECVDMWLVSHTTCPLCRLTVSKPDGVSPHPVSSLALPPVPPE
PASYATASLPVSVLLGVSGHDVVTAVTTNPSTLVIEIPELAVPTPTLTPCDAAKSPGSARLRSIRRLWSFGRQGAGATSS
SCSCAGAGASEGVDLEQGIS*                                                           
>Sbic_04g023070                                                                 
MTQGSDQAGAGAGTPPAPRASAGAAGAMALGSILTVAGILLLFVFFALGIIALQCCINTWDRETAQQQGEQAGRRRRRGP
RAPGPAGGSSGGGTMRTTTSRGVDPELLRALPVTVYHHHHHGTSDHHQQDAVVVECAVCLAELQDGEEARFLPRCGHGFH
AECVDMWLASHTTCPLCRLTVVSKPDDVSLPPPTPSLALPPVAPEPASYATANLPASVLLGVSDHGAVVAAGAGSTAAMV
IEIPELGVPTPTLTTPRDAAKSPGSARLRSIRRLWSFGRQGAGATSSCSCAGAGAGASERVDLEKGIS*           
>Sbic_04g023600                                                                 
MAIPNARRPNPLAALYLLLAVVGAFNTVTAQAQVPPPPQLQLLSETTGRTVPTTVITVAAIVFFVLVLFCVLINQWRRSS
SSADADASAGGWQASIRWRRRGLDPAAVALLPILPYAEIRKHKSGGGVLECAVCLTAFDDGDELRLLPQCSHAFHPDCID
PWLEDHITCPLCRANLERPVMPPPAASLSSPETKPLQTTLEAAGVTVRVVEVENDDERRREAQEETVDLVKLRARAARMM
PRSRSTGQHSASASASAVAAETTGDDRERFTVRLPPHVLEEVLKSRRLRHATSLVIRLGGASNCEGSSSACGERCHGARR
RWPSLLARTTSWAQSVAEVSARWGGVGPDAGARKPPCGHVVCSTAARWPARCKARNLA*                     
>Sbic_04g023620                                                                 
MYAAAVLAAASAACVVAAQSPEPRDNATIADVMSISVFMAVFFPVFVVLLAFACLRLFRAPDDDPQAPDAAASATEWPRG
GGGSRKGGLDAAAIAALPLVFFREVRQHRIVDGRGDDALECSVCLLEFDDDDALRLLPTCPHAFHPECIGLWLERHATCP
LCRASVLDAPPPPPAPAAAQHQTAPPPLLTPDSSPVPAAIVLIGDAAGASASAEGDEEDWTTIQRLARNRRAAGRQALPR
SNSTGHSASDDGGMERFALRLPEHVRLELLMSHRLRHVTSAVASVRVMEGSAHDASSVVGGSVRSAMARLLSSLFAPGAG
WKGDGDDKSGKADATAGASSLRRRDNSSRGAVGEEKRSV*                                        
>Sbic_04g023630                                                                 
MGALPQPDPKNTSSCDDGQGPDPSCPPDDVPASPLPYPLPPPPPPPSPASHGRSTFVTALIIAVPVLAFLALCLSILIFV
RRRRLRREALLEAAALAPAAPGTFPDDGDGGEGEVVHHAWHIRTVGLDDAAIESIALTRYRDGVLGAAASDCTVCLGEFQ
DGELLRLLPKCAHAFHVQCIDTWLRAHVSCPLCRADVMVDHAAAAAAAAGADAEHPPGGDAADAASAEQSASNTQTMELE
RPGQQANEQQELRVQIDQPHHSSSLSLELDRRPRRQIPRPGARARNFRRVASMDSPAPPTPEDEQAGGEKQQGTGGAVCV
CCEVSPGPGRQLNRPAMKRSLSASSRWTLLSRHCRTRSSLLPL*                                    
>Sbic_04g028130                                                                 
MEVAEAPAPAPDEDALDERGVALHLPRLLAGVVSGALTGLFALAGALTGAVTGAVAGRASDSGGVLRGAGLGAVAGAVLS



IEVLEASRAYWCSDRLGSHGASSMADFIEQLLRARFVQEQFTASGYASYRWQVSISDFGHDDLYDIFGDISSKGLSQESL
KKLPHYVVTDQMRDSFGEILSCPICLQDIVAGETARRLPNCSHTFHQPCVDKWLVDHGSCPVCRQDV*            
>Sbic_04g028200                                                                 
MVVAVASSQSSSTPLSPYSSSPSLRSFIRDAPPYSTQTPPQVQTAGVGGGGGNGKISPAVLFIIVILAVIFFISGLLHLL
VRILMKKQHGRGAAMGESAPSPHRTGARDAAMDRQLQQLFHLHDSGLDQAFIDALPVFAYREIIGGSKEPFDCAVCLCEF
DGEDRLRLLPVCGHAFHLQCIDTWLLSNSTCPLCRGTLFVPGMTIDNMLFDDFDERLEEEPLPEECEDGHQVSRHKPMDE
EQPVAEKRVFPVRLGKFKNVGNQGAIGGVAGNGNEAGIVSREAGESSSSSLDARRCFSMGTYQYVLGASELRVALQTGRG
GNGASSRFKGRVAGLCPVNADIMEGKRICARSKGESFSVSKIWQWSSVKGKLPAPPDTCSDTGSLPWMKINAAGDKSNM*
>Sbic_04g028660                                                                 
MEAAATSPSPEQPLLRPPSPPPNPRADARSGTPASPSPSAARPSRLAALIGRAAGRRGPSMLVRETAALQLQRRRADWAH
SRPVVALDIAWNVAFAAAAAAVLASSAEESPVKPLRLWLVGYAAQCLVHVGLVCADTRRGTRRARGSASDVESAGAGTDS
SDADSEDDERAEGRSSRTSRCETMNTLISFLWWIIGFYWLVSGGEVLEYGAPRLYWLTVVFLAFDVFFAVFCVAVACFIG
IALCCCLPCVIAILYALAGQEGASDADISVLPRYRFSDPSEDGEKGTDEGLMIPILNNSGVSTSERILLREDAECCVCLS
SYEDGAELSALPCNHHFHWTCITKWLRMNATCPLCKYNILKGSDSA*                                 
>Sbic_04g029050                                                                 
MEGSTLHRIIFITVGLVLMVLLHLVVAICVLFRARPSHRVAEHAEEESGGAGLSAEEVGGLPCHEFKEDGGGGGGGECSV
CLDVFRSGDRCRVLPRCGHRFHAECFDSWLRKSRRCPVCRTEAVEQRKDAAGAVVATVEVVSEV*               
>Sbic_04g029060                                                                 
MVELTVSVLLLVAGVVAMLVLHVLIVVWALRRGVVLRAAASRRQDEERAAGQGLSPEDLNELPCHDHECSKAGAGAAGAE
CAVCLEAFQAGDRCRVLPRCEHGFHAQCVDQWLRKSRLCPVCRAEVLGIGRGKTAGAVAGASSASAVVTERHGAADR*  
>Sbic_04g029220                                                                 
MANDSLAHHLLLPLAGGCWSDVDEEEEEPGNVSFPSFWPPFPALSSDSDSDAASFVRPRMDRPRETAASSFFGLGFHDHD
GDDDEWAPPDEDGELALPLCWDCLQLEDHDDDHRRWDVGVSDADEWEQVAGREEEEEEAAASAVRSLEWEVLLAANSLGS
LAVDGDDDLDAGIETYFLDDADDLLFGQLAAADADHEPPGKCGRPAAKAAVEALPTVVVAEADAQCAVCKDGVEAGERAR
RLPCAHLYHDGCILPWLAIRNTCPLCRHELPTDDPEYEKWKARRAGGDGGDADRRGTAIPAGMMSSSGYLDEWVGEGATD
*                                                                               
>Sbic_04g029760                                                                 
MSRRVPCKFFLHGACFKGDYCEFSHDCNDQPDNVCTFYQKGACSFGSRCRNEHVEAHRDCPQPATTAARASPNSSQLVAS
SRDPRCSGCQTDMCDQTQQICKSTTTLSAHQPAWAVDYHDNDTPDDTTSWPSYQAVQNQTSQHPAHLSNCSSAAVGTCPY
GKDCSQMHGDLCAFCERQSLNPNQPDERGVHVKLCKKNNRYLEAMRKSEDIECGVCLDRVLSKPTAAERRFGLLSDCDHS
FCISCIRNWRSTSPTSGMDVNSTLRACPICRKLSYYVVPSITWYSSKEEKQEIVEGYKAKLRSIDCKHFDFGKGTCPFGS
SCFYKHAYDDGRLEDALLNHHDAEDASAAIARLMRLSYLLTRVHV*                                  
>Sbic_04g031150                                                                 
MSSGASSSSSPPPAESGDGYWEAREEAAARLEAMAARARGEDELSAEQLETNNRLQEDEVDYIKLKTLFYKTPEVTCGHA
EEPQMPGCSSASKLEVLALQAIYGDDMVILEDKACLRSFQLFVRYPIPNGTKVFLNLHPNGTMVGTDNDGSQDGSELFYA
CSLKHLPPVVLTCLLPCSYPSTSAPYFTISAKWLDEPKVSHLCAMLDEIWTDLPGQEVVYRWLDWLNSSSWPCISLNDNI
ILVPDKTSDVGDERAIARRLLVDSTIPLMQSYNERRSHEIFLKSFHECGICLSENTGRNFIKLPCHHLFCLTCMKSHCRI
HVTEGNLTQLTCPDTTCRSPLPPSVLKILLGDDCYKRWESFTLQKLLDTMPDLVYCPRCDAACLEVDNDAQCPECFFTFC
SLCKERRHVGEHCVTPEEKIRILREKHQKYSLPEKQLLREQREIDELVNVCEALRDSKQCPRCKMAISKTEGCNKMTCRN
CGKFFCYRCNQAIHGYEHFWDGNCVLFEHHNQVGRRYGLFEELDDDEGSDDEDLEEPEPEPEPEMVWGHPCPMCGRRNEK
FGTNNHILCMGCRGHYCALCRKRVTKSSEHYGPRGCQQHTDP*MAARARGEDELSAEQLETNNRLQEDEVLALQAIYGDD
MVILEDKACLRSFQLFVRYPIPNGTKVFLNLHPNGTMVGTDNDGSQDGSELFYACSLKHLPPVVLTCLLPCSYPSTSAPY
FTISAKWLDEPKVSHLCAMLDEIWTDLPGQEVVYRWLDWLNSSSWPCISLNDNIILVPDKTSDVGDERAIARRLLVDSTI
PLMQSYNERRSHEIFLKSFHECGICLSENTGRNFIKLPCHHLFCLTCMKSHCRIHVTEGNLTQLTCPDTTCRSPLPPSVL
KILLGDDCYKRWESFTLQKLLDTMPDLVYCPRCDAACLEVDNDAQCPECFFTFCSLCKERRHVGEHCVTPEEKIRILREK
HQKYSLPEKQLLREQREIDELVNVCEALRDSKQCPRCKMAISKTEGCNKMTCRNCGKFFCYRCNQAIHGYEHFWDGNCVL
FEHHNQVGRRYGLFEELDDDEGSDDEDLEEPEPEPEPEMVWGHPCPMCGRRNEKFGTNNHILCMGCRGHYCALCRKRVTK
SSEHYGPRGCQQHTDP*                                                               
>Sbic_04g031240                                                                 
MAAVASSSPPATIAGPQPTWVPYEPTRDCSQGLCSMYCPQWCYFIFPPPPPAFDIAGPGSGDDSSGPTFSPLVIAIIGVL
ASAFLLVSYYTIISKYCGTFSSLRNMLFGPRRGRGGVGGGDSRSLEPWGAVPSDGLDETLINKITVCKYKRGDGFVDSTD
CSVCLGEFRDGESLRLLPKCSHAFHLPCIDTWLKSHSNCPLCRCNIAFVAVGVVSPEPERRGATREDRDWRDNNHPELIL
TVDESSEPARGVPQSQSQNQNVVSGNGGDGLAPKEFPGRSEEASGIAEIKEDCALPVRASSSLSDTHREGPMSIADVLQA
SMEDELMMARESGLLAGSSGRCHGEHSKDGSGRSGRAMPDAAKRLPSVGRSCFSSRNGRGKDSILPM*            
>Sbic_04g031430                                                                 
MDALPPPAAGDPFAATLPPSLPSPPPSSSSSSSFNLSPSLLIIAALLAFVVFASVSIHFLLRCLSRSSSSSHRGPSPLPT
TRARRASEEESSAAAAAAEVGSTRRSAAAVGPEEAHAAEEVDDEKERLIASLPLFTMASALAALPKSSPDCAVCLSPFSP
DAELRLLPACRHAFHAACVDAWLRTTPSCPLCRAAVSLPHPPLPTAPPPPPQPAAGPAAQQEPLDSRVSSNSRSFRVEIG
SVSNRRSSAAGDDRRTYSLGSFDYRVDEEVEAVVSRITRPAVSAAAKSATHQAAAPATPGEALAEAAGSRGWLREYVDRL
ASSASSLSGRWSARWSQGHHSARWSQGQGHHSRSQSQSQSYRQEDSWRWDPEAATGAAMHRAPDEEEPAFVALYRWIVGV
*                                                                               
>Sbic_04g031560                                                                 



MARILVEAPAGSGSPPEDSINSDMILILAGLLCALVCVLGLGLVARCACSRRWATAASGRSQPGSAKAANKGVKKEVLRS
LPTVTYVSDSCKAGDEEEGGGADECAICLAEFEEGQAMRVLPQCGHAFHAACVDTWLRAHSSCPSCRRVLAVDLLPPGER
CRRCGARGPGGVAGISALWKAPTPCSAEGPTFLA*                                             
>Sbic_04g031740                                                                 
MGFPLVCYCLPIPKPIIVFCRVLSTIRDAVLLMLAVVGLCRFPHVDAAARGRGTADAAHHQPEEVKSRLPAVEYAQLLAE
QQQPALSSSAGAHTACQQCRDHEGGGEDAPACIVCLETLEATDEVRRLGNCAHAFHRACIDRWIDLGRATCPLCRSDLLP
RPPVRARLGRLARRLTRVW*                                                            
>Sbic_04g031790                                                                 
MGFPVGYSEMLLPRVLLQVLLLLGHLHRFLLWAFHAVGLGDLIDLGCNYYPPPPPTPTAQEHQDAAAAAPLQHRRPEFRP
VPSVLIEEALPVVRFDELGGTACGDGDCDCAVCLSGIGARDEVRRLSNCRHAFHRACLDRWMLAHDQRTCPLCRAPLIPG
AGAAAADPWAAAGGVAPWPDAGDYDMSYPSSLPSTPLLTALPTPTLLRPHELLLTGLGGFQ*                  
>Sbic_04g032025                                                                 
KAVSVPGSSSGIMIECGTNQPIEKVLAAEDAECCICISAYDDGAKLCELPCGHHFHCICINKWLRINVMCPLCQYNVPKN
TSSSGSEEV*                                                                      
>Sbic_04g032360                                                                 
MAQVWAVSLAVASLAIGMLGVLGVWLCYLFDAVARGRAPRTPPPTPQTEEEEEKGGKNGLSEAELMRLGGVVAVLESTDR
EEEEEEEEALCPICLDPMEPGRAVRVLPGCNRAFHKDCVDQWLAISPRCPVCNVWAAPPSSPAASSPLAPKTGWDS*   
>Sbic_04g033820                                                                 
MPRHGHALLAALLASAVAAASAQPSYDGYGQQEHVSTAMIALLAAVVAVFVFIAFFTVYLRHCTGYGARSADGDDRAMRN
FDAFISRSRRQRRPRGLDAEVVEAFPTMKYAEAKALRVGKQGGGALECAVCLSEFEDEERLTLLPKCSHAFHPDCIGEWL
ASHVTCPVCRCNLDPNKQDTSSDEELGSFPPIPVASSISSETALSGQGPLPVAVVIDVITEAEEEVRRQEALELQQIGTQ
RRAVRSRSGRKPAPTQLARSHSTGHSLAVRLDRDLERFTLRLPEHVRREMVAAGEHHSMQLRRGRRAGEGSSRGGRSAPL
GRPGRWQSLLAGTFSGKLSFFSASRRITVSSELGEVSSSSSTRGRGKRVAAVDAADVPAIGSVRLDRIGGSGGSGAKAGA
ASREVAAAADEEKKAAATQQVPT*                                                        
>Sbic_04g034270                                                                 
MSATTPAPARHRTCRMYWCYQCGRALRIISYPSTDVFCPRCFGRFLHEIDPTPARPAFPPPHFLPHPFHPQHQYDGHPRR
WVIYGGEPTTTTTVPGRAFRQPATSQAPATPPAPAPVRRRVPSPPPVPRRPSTPPAIDPGNYFTGPNLNNLIEEITQNDR
PGPAPAPSSAIDSLPTVRITGAHLSDGSQCPVCKEDFELGEAARQLPCKHVYHSDCIVPWLRLHNSCPVCRYQLPGAGSN
GGGSLQAAPRGGSNGNNRNREREREPATLVRWGPFSWLFPPREMDDPDDHAWEHERRGRHDAADAGAFYAWWRSLFLI* 
>Sbic_04g035380                                                                 
MEQATGVSGPEHIIDIPREIGPSASVSRSVGRENHEELNPVDRPSTRALVPALQAPSAIGAVPNAGQTSGTRRNDNYVRR
HRSPLNSGLWISIEVIVNVSQIVAAIVVLCLSRKEHPQAPLLEWVIGYTVGCFATLPHLYWRYIHRNIVNGEHEPAHAPQ
GSAHNNSNEATHAASASERRRNAARNAVLANPRINALFDHFKMALDCFFAVWFVVGNVWIFGGRSSAADAPNLYRLCIVF
LTFSCIGYAMPFILCAMICCCLPCIISVMGFREDTNNTRGATSESINALPTYKFKTKKRRHGSGSEAEGQEGGIVAAGTD
KERSLSAEDAVCCICLAKYAHNDELRELPCAHCFHKDCVDKWLKINALCPLCKSEIAGSSGTSDARQLDQNAIPVQEIEM
H*                                                                              
>Sbic_04g035570                                                                 
MSGGNSSWLMPPSPPAPAASALDNVETKISPSIVLIVAILAIVFFVCGLLHLLVRHLLRLRRRRRRAREDADSVTAFQGQ
LQQLFHLHDAGVDQAFIDALPVFLYRNVVGGAGDGHGEGKDPFDCAVCLCEFSPDDQLRLLPKCSHAFHLECIDTWLLSH
STCPLCRRSLLAELSPTCSPVVMVLESDSARDMAASAARATDDADAELSAGATVPQEGAEEVVEVKLGKFKCVEGNSANA
NATADAAADGAGTSGDGDASAKEGLGQRRCHSMGSYEYVMDDRASLRVAIKPPKKKPAVSKSRLRGAMSECEFGASKRGE
TSLRLPFPAPPHKHQQWDAATAKLAKDSFSVSKIWMVPASKKDPDGAGERRAVSFRWPVSSKDEGEGKDRKSGSEADWDV
EAGSCGGNSAVSSLAEERPSFARRTLLWVVGGRQQSRVGNCS*                                     
>Sbic_04g036095                                                                 
ARSRVQGDGRRMVIMAGMLPGVESARRRRVRQSSESGAARRPSLCLYAGGLGSSSSAAAAAASSKVWSGACGDTTAAMAC
AWMTTLGSDAREAKERLDHKLRGHRQPVVLKRTTRRAAPAEATATTRQRRPAVLLHREVLPSLSSKPRKGGGCRFSWRRR
PPAAESEAEAECAVCLEELRAGDVVARLPCAHRFHWSCAVPWVQAVSRCPVCRAHVHLAAGAGPTS*             
>Sbic_04g036120                                                                 
MDDGGDWITARYLLSSILGRNPLVVDYVDEESFPVDDPPSPSPSSPSCARRAEPPPPPVRAPAGVAGTVCAVCTEEIAAA
DAVVRLPCAHWYHHGCIAPWLGIRPTCPMCRAELPPSEPEAGGEGAGRAKPAAPARGVAAAGTSTGATATAAARVRREAS
HEYLAVAGGVLSG*                                                                  
>Sbic_04g037520                                                                 
MDASHGSSSSSASIFPMPQIPALLYAPPPAAALPSSSLSLSSYSSSSSLRGHAPSITSFPILVLTVLGILAASVILLAYY
VFVIRCCLTWHRGSSGGSFSSSDVAGLIVSRRGRRPQRTTGTTTTAPADADAGAEPRGLEDAAIRALPAFSYRKTPANAA
ESQSAAPASECAVCLGEFEEGDRVRMLPACLHVFHLGCVDAWLQSNASCPLCRASADVAATLCRLPPLPSEEDVVVTIQV
VVPGAEEDQDAVAPAAEVEPEGTGEKTKSTINVLPPRSMDGDAVAAGGEVHLQIQSILQRDSHSRTHDHDSVSGGGRV* 
>Sbic_04g037610                                                                 
MGACCCCSSRASESDRAPVHIYHRQNPEEYEPLSSAVSGPSPTPAVVAVDTNLDTSSLDTYRAPPAPLPYDVCFAVAQNP
DLEKSDIKMKTDGQQPPKVDEFESCEKVAPEDKADEEDVCPICLEEYDEENPRSVTRCEHHFHLCCILEWMERSETCPVC
DQVTLIDEMYA*                                                                    
>Sbic_04g038490                                                                 
MRTPAGLLHSAIADTPSPAGALPLLLPAHGEEQQQQQAISVDSDTVVILASLLCALICVAGLALVARCACRRGGGGGGGG



GVAAAGGGNSSGGRPSAQPPRGLEKAAIEALPTVSVSSSPNLNNLMKGRTREEECAICLAPFTEGDQLRVLPRCAHGFHA
ACIDTWLAAHASCPSCRATIVSVVSPLCRRCGAACCDAMAAPQPATAAAWLTPWPIDGASLSSSATSIH*          
>Sbic_05g000710                                                                 
MAPPGQAEQERDHQHGQPNSSHHTDAGTAARSVVGDYAKLVAVILFALLTMLALALALKAAVRYLVGRSRRARRGRANIT
DREMPAVEAPAPPPPPPALVYSAASTNLAGAAAESECTICLTEFADGDAVRVMPACRHSFHASCIERLLAGGRRSSCPTC
RAPAAVATGAAAAAPQPDETTNRREPYSGAGDCSRHVAFVILAALSMTTMALAMISATVRYFLGRWRK*           
>Sbic_05g001060                                                                 
MASFDLTGLLLWLGDAFLIIAMVAVCCCYNGERRRRERAVDDDDRRHQEAAAAAASRAQPAPGAAAVQMAAMAVALLHHV
TFPRQNVVGDDGGGGGDDHRLSAAAEEDVCAICLGQFEDGDWYSVMPGCRHEFHRSCIAKWLTACNNTCPLCRAQLQWNV
VAHDMV*                                                                         
>Sbic_05g001320                                                                 
MSHQQRHYNSYELHPTQPDVQCLVCTRPFTLDAEVTDSFEALAICRECKMTVLTDSNSNRDETPRTNRQRRWQRQRSSRV
TGHEPHTEEDAFPQQFSQLINLARQGHEADADSPTVPPRQHASYSSTPSRSQRWHTSDDESDGLSYADSVFGEVEFESNI
SFGDEGGESDTSVDRHAMIGREIVIQLENESYMNTDTDIDPMNAGIYQWDSDDPEDDDEDEQSEESDLDEGDDTMQERRQ
EWHDIAPSGLNEQEAEGAAWTWRTAGSQGVNRTDLRADIEGRAIRRVFIGNPGDYVDARQFEMLLEQFAEDNNSRRGAPP
AAATFIENLSSVVISKRYERNGGVTCPVCKDDMPITTVAKQLPCMHLYHASCILPWLSCRNTCPVCRYELPTDDPEYERS
KHATVNEGGIHGVEHIHPQEAIEETYEPGVDGSSNTGGDTMEETNTREHAVPTAQQPNGAHGRHRWLFIAAAPVEEKILQ
AESLKSRFYKSSDEYLPCFQGALVYLYEILWLRLEKIRKKLRRQGINGPKPTLLYGNTQEMKRIRQELKCVQRKDRDMNG
YISTIFPHFLLWRKTYDSCLRKDISKRFVFKWTENLKNGYSTLWSSVLLLCHYMVFENWDRVRVPLLNRSFGGILTANGD
LWAYEKKILAPQFFVEKIKGMIGLIVDATVPLLQSWENMLDSTGGSKEIYVDGYLRNFSADVIARACFGSNFVEGKDIFC
KLRQLQKLISEQDTFVGLSALWKYLPTKRNWEIQKLDQEVRLLILDLSREHRSRSRSNADTHMSTYDNLLHAIVDGANQS
PSYFSAPEDFIVDNCKNIYFAGHETAAVTATWGLMLLAAHPDWQDRARAEVLEVCCGQTVMDTDILRQLKTLTMVIQETL
RLYPPASLIMREALKDIRLGGVDVPRGTIIQVAISMLHLDMEAWGPDANEFRPDRFANGAAAACKPAHMYVPFGYGPRLC
TGQNLAMAELKVLLARLLTKFSFSLSPGYQHSPVFRLTIEPEFGMPLVVTRLP*                          
>Sbic_05g002400                                                                 
MGKQKGRASSSGMAASLVPHAQGAVPTVGFGGYHGAVRVEPAAPSDPDAPIRLTPDVDGEVLQNLKRLGRKDPTTKLKAL
SALSTLFGQKPGEEVVQIVPQWAFEYKRLLLDYNREVRRATHEAMSSLITAIKKGIAPHLKSLMGPWWFSQFDPAPEVAQ
AARRSFEGESISIQAAFPQSERRLDALMLCVKETFLYLNENLKLTPQALSDKATPMDELEDMHQRVMSSSLLAMATLIEI
LLGVKLQNCDGDSTNTENKNLSKVRLTILSSAEAAFCMHKCFLDVLKSKSSVIRSATYSLLTSYIKHVPHVFDEETMKKL
SPTLLGAFHEKDASCHSSMWDTILVFSRKFPEAWSYCNIHKVVLSRFWHFLQNGCYGSKQVSYPLLVQFLDSVPPKAVMG
QQFVFDFLHNLWAGRNQRQLSAADSLAFCGAFKQSFLYLLKNASRYTGDSSDDMPIKLITDVLAKIVWRDYLLLSGDTTS
GGVLLSHKTSGLAANMHYPTYYLQDLKKCIIEILDVIADTENHLLNISCQSLLRDCLDIIQQGEKLSKFQNHAEQLVSFF
LSLDQIVVCKGEIWPLERLAKPLVEQSLPAIKFMDTPCLVKLLSILVEIFGPTPLFLKNHKSNDEELDIKSYLEFFNYEL
LPWCLDGKYSTCNSKIDLLLSLFQDESFFDQWCSIVKCTTAEQTHSVDDKTSNIMGQFELLTLLLQKIRERIAGGKLRNL
QENGYLPEHWRHDILDSTAASVFCDLPASDCHVSFICAALGGSDQEDQICFLSPETVCKILGSILKNLALVLMASTFEWA
RLAHSLLPAEPEHLKVLEENSSIINFEMARSAFKVLQGSLFSLRRLEENSVFPSILAALFVIEWECSMSLALVEENYLEG
HVEDTEVGVSMSSSSKSYLDEKMHLKANLAESIHAFRQSLSPSFWNNLHSCTSNRLANILAQCVRNLQSFFDLLLSEGEY
WPLWLMPSLQNGHASVKVQLDPDITDEIELKHERFVAFVDRLILKLGFSEVVLGIPGNMQSATSQSIDITSPVSSLSRAW
VAGEVLCTWTWKGGCALKTFLPSLVQYMKDESYPEISIVPLLLDTLLGGALMHESGPWVLFNAWHLSDNEIDKIQDRFLR
ALVSLLFTINTNDRLWRESEALVFFEQLLSNLFIGSSVNRKCLKILPYVMTSIIKQFSALNRGSSYADLVGKSIQSWLDA
AISCLSSSPREIPVQDIEDWMQVVLSCFPLRITGGAQKLVVVVEREISDTERSLMLTLFQKYQIFYGSTASSLFTTETTV
STTVELLGVKLTAVVVGYCWRNLQENDWHFVFRMVFKCIESSVLLVEEMTDGINDATINQVSSKDALEKLELVVGTTDKL
TLSLAESALVTMCHLNHLCNIQEAENSQSVQLIRSGDYAESSDKMLESILRLFLASGVSEAIAKSCSEEASSVIGSSRHA
YLHFWELVASFIKNAPLQIRKSALESMELWGLTKGSVSGLYSILFSSQPIFHLQLAAFSLLLSEPFCQLSLVKNCSMGEN
CSSVQQSGISQSAELMPDSEKTVHLRDELSDLIEFPTYELLKTDLTARDRVDVFIAWALLLSHLQILPASSSIRGDVLQY
IQEKVSPCILDCIFQHIPVKAAAPSGKKKDTELAPEAEAAAKASKNAIATCSLLPYLESLWPIGTLQMASLAGSLYGMMI
RLLPSFVRTWFTTLRDRSLSYSIESFTKQWCSPPLLLDEFSQVKDSVYGDENFSVSVNRTAFEIVATYKKEETGIDLVIR
LPNCYPLRHVDVECTRSLGISEVKCRKWLLSLTSFVRNQNGAIAEAIRTWKSNFDKEFEGVEECPICYSILHTSNHSLPR
LACKTCKHKFHGACLYKWFSTSNKSTCPLCQTPF*                                             
>Sbic_05g002550                                                                 
MDADGSSSGGVSSTSATDQQGPRADPELPQQTDGVYVIAFTRNLAPIAPSRVRMQLGRNDMEPTVIFLESRDGDGDADAG
AHDDAHGGLFGFGFGAVPASGVAMACLPETTVGEAKERGECAVCLEEYEAGDALRTMPCAHGFHERCIFGWLRLSRLCPL
CRFALPPEEGHGG*                                                                  
>Sbic_05g002560                                                                 
MDDDGDGSSSSGDVSSTAADEEPRADPELTQTNVSPPMMDLSPENVIAQMRLYDRTMPHRVQLDPNVEAAELFVVLVLGP
RDDGDRGDHPRHADADADADADAGAYDDDYGSFVLGAVPASSVAIACLPETTVGEGEARESGECCPVCLDAYETGDALRT
MPCAHGFHERCIFKWLCASRLCPLCRFKLPPEEDTETDDDDDDQR*                                  
>Sbic_05g002970                                                                 
MDMLDRSRSLTADEAMNMPERSLTTDEDMEMERFFLTFSNDNGQLEVDFETVLGRVFGGGAYGDGGAVVVPASDAAVASL
EKQAFHATAEGRRDSDSECGVTGCAICLEEFEDGEEVTVMPCSRGHAFHSGCITEWLGKSNTCPLCRHALPTDLDDGP* 
>Sbic_05g002975                                                                 
AAASQAGCAICLENFEDSEQVTVMPSCRGHEFHPDCTTKWLGKSNTCRLSLCRHALP                       



>Sbic_05g002980                                                                 
MDDDVDMTQRLQGLLQRLTARLSTREASAAQDHGHATQPSAVGGGRRPLAGAVVGSADDHDAPRDNGGTLLPGGGHLQLL
EPFEQEATSLAEVTEMLRRGLSRSDEFFDQNQIMEFAMRLRDDDDIGDILERIYDHAVAAGVLPPLPAAEDSDQRHHNNN
DDDDDDMLEEQIFYQALAAEVLIPLPEWLDQRGNDGVDNRGFVGGGVPASSAGVVAGLEKRKYQRSSAGQDDGDKQCPIC
LMDYVVDDDLCVMPCKHGFHHECLAGWLARSCLCPLCRHVLMPSEEEQDVRHSP*                         
>Sbic_05g002990                                                                 
MSDNAMRSVAEYPAAGAWSMDWSAEIQRKRDALRSYLAVLEEARRRLDEIQHDAAGGQLVPGGADAGGAAAVDESSDTAG
DDDFYPLDDDEPEEERRPMQQWQDQVCRQMVHNRSRQQDDDHVGHRADYDDDLDLDDGDEISRDIVALGLHVPHIETGTA
TPPPLVPGGEHGGDGSGFGAVPASAAAIAGLRKHRYAGPDNDSMCVICMRDYKKGERLRVMPCTHKHRFHGRCIREWLSQ
SNMCPLCRHALPTAADAERRGGGGGVHRRRVLLRVNVNPY*                                       
>Sbic_05g003050                                                                 
MALALAGFCFSLIFIAFVCSRLACALLRRHRRRARSRLAAVLPRYAADYTFTVVQVHHPAADAAAGGLGPAAVAALPTRA
FAARPGGSDADSQCVICLAEYEEGDVLRVLPHCGHDFHMACIDLWLEQNSTCPVCRVSLLHNPDSEHTAPPPPLPSVVVI
SPPSSPEPSASDPCRCLFAGTGHSSRASEATRNEPDQENQVASRSSVDSMPLSEGNPTPENNSQTVRKQQIGPCK*    
>Sbic_05g003390                                                                 
MIRLPTYAAFSLLATASAAYYAFSSREQFYPAMVYLSTSKICFVLLLNTGLVAMCVAWQLARRLFLGPLREAEVERLNEQ
SWREVIEILFAVTIFRQDFSVSFLAMVAALLLVKALHWLAQKRVEYIETTPSVPLLSHVRIVSFMVFLLTVDCLFLSNSL
RSLIQKREASVAIFFSFEYMILATSTVSTFVKYIFYVSDMLMEGQWERKAVYTFYLELISDLVHLSLYMLFFIAIFLNYG
VPLHLIRELYETFRNFRIRIADYVRYRKITSNMNERFPDATAEELDASDATCIICREEMTTAKKLLCGHLFHVHCLRSWL
ERQHTCPTCRAPIIPADNGRAASARQHGAQAGVQPAAGTATPSSEGAPGENISRRQAKLEAAAAAASLYGRSFVYPPANT
LNRSGPPQSTSSTPQSEASSSNQSQKDQEMQLQNSSDGLVPLHVNANGAVGSGTSTRDLENSLQKAQENFIKSQIEMLQI
QLQMVQRGAAASASNNGNAEHRKND*                                                      
>Sbic_05g019690                                                                 
MRLSAAQAAGPGPAGDDREGGVIVVHYRLTRFSKTPHGVEVRDFATAMHHVRYLVPSAVVAADPASSLLLAGAALAADVY
PYRYYVQLQALWSSLVAVLPVRVPVLATRLVVTVDVGVLGRIDDRRRTPECMEHMRAALAAVARENDDASPMACGLEQHL
PAPVRCCDDGSSGGGEAAHRPAAKRRRFDIEGEVCAICHETLEHGLAAWPRCSHVFHGKCLEELLVTAQHRCPMCRSTLS
IKGSMFD*                                                                        
>Sbic_05g019700                                                                 
MEEERVISQGRTLPAEEPAVVAVPPLPPVPPVPPVGDVFDDEPASFNDYAILALPASSYGSVLGDDNEGNEAYVDTSDSD
SDSSEIEDHDNQVRFWDSDAARSETDLVAEPLMFLGQMTRFASFQGAAGFMRMSATQASTGGEDNHESGVILVHYRLTRF
SGTQNGGLIVYDFGTDLHHPRYLVPFPVAAIDPVSSLRLVGAALAANFYPYRYYVQLQALWSSLVAVLPVHMPPRTMRVV
VTVDFGVLRSEDRTPERMERMRAALAALARENDATSPMDFGLEQHLPVPVCCDEPSSGGEVARPANRRRFNVEGEVCAIC
QEKLLHGLAAWPRCSHIFHGKCLEQLLVTVLHRCPICRSTL*                                      
>Sbic_05g019710                                                                 
MEEERVISQGRALPVEEPAVATEPPVPPVPPVGDVFNDEPASFNDYAILGLPALSHGSVLGDDNEDSEAYVDTSDSDSDS
DSSEIEDHDNQVRFWDSDAARSETDLVAEPLMFLGQMTRFASFQGAAGFMRMSTTQASTSGDDNHESGVIVVHYHLTRFS
GTQNGGLEVIPDFGTDLNHPRYLVPFPVAAIDPASSLRLVGAVLAANFYPYRYYVQLQALWSSLIAVLPVHVPPRTMRIA
VTVDFGVLRSEDRTPERMERMRVALAALARKNDAASPMAFGLEQHLPVPVCCDEPALGGEVARAANQRRFNVEGEVCAIC
QEKLLHGLTAWPRCSHVFHGKCLEQLLVTVLHRCPICRSKL*                                      
>Sbic_05g019730                                                                 
MTRFASFQGAAGFMRMSATQASTDGKDNHESGVIVVHYRLTRFSGTQNGGLGVVRDFGTDLHHPRYLVPFPVAAIDPASS
LRLVRAALAANFYPYCYYMQLQALWSSLIGVLPVHMPPRTMRVAVTVDFGVLRSEDRTPERMERMRAALAALARENDAAS
PTAFGLEQNLPVPVCCDEPSSGGEVARPANRRRLNVEGEVCAICQEKLLHGLAAWPRCSHIFHGKCLEQLLVTALHRCPI
CRSKL*                                                                          
>Sbic_05g019740                                                                 
MEEERMISQGRTLPVEEPIVAAVPSVPPVPPPVPPVANVSDGEPTSFNDYAILALPASSYGSVLGDDNEDGETYEDTSDS
DGSEIEDHDNQVRFWDSDAARSETDLVAEPLMFLGQMTRFASFQGVAGFMRMSATQASTDGKDNHESGVIVVHYRLTRFS
GTQNGGLGVVRDFGTDLHHPRYLVPFPVAAIDPASSLRLVGAALAANFYPYCYYMQLQALWSSLIGVLPVHVPPRTMRVA
VTVDFGVLRSEDRTPERMERMRAALAALARENDAASPTAFGLEQNLPVPVCCDEPSSGGEVARPANRRRLNVEGEVCAIC
QEKLLHGLAAWPRCSHIFHGKCLEQLLVTALHRCPICRSKL*                                      
>Sbic_05g022090                                                                 
MAAAQAEAEEELRLELEAVAAVYGDDVRVLRDLPPHLVVDVRPRTADDSSQQFVELFLGIKASSQYPKEPPHIYAVESKG
LDENRQIYLITSIQSKAKELSNYPMFVTLCEEAGEILSNMNHPAGDCPLCLYPLVGEDKVGSELPFMKLMSCYHCFHSDC
IMRWWEWLQHGDANLKERNTGDKHYNVNQPRGFCPVCRKVFDEKDIEHVRDLLGDNTSRLVSLTGDLGEDETELLHSEAE
QNRRKRIESIVNLQQERNGLIEPKKDLAIQPGMYVSLPPSTPETAEEENADPSKDTATSTSETEHRGLANNTSSNKPKNS
GHRRRNRANASRRQPHPHGQSARQQWQRKEADT*                                              
>Sbic_05g022230                                                                 
MASETDDKAKMESLTSAAAFVEGGIQDACDDACSICLEAFCESDPSALTGCKHEFHLQCILEWCQRSSQCPMCWQSISMK
DPTSQELLEAVERERNIRTNQTRNTTIFHHPALGDFELQHLPVGNDAELEERILQHLAAAAAMGRAHHLGRREGHRGRSG
SHGRPQFLVFSTHPNSPSAGTISSSSAHVEGENDSNPATPRASESSPRAIRIGDAGNQSPGMLTYDAEQDAVVSSGNSTP
VSSPRFFNRRHSTGQSTPDRAGPSDIQSFSDSLKSRLNAVSMKYKESITKSTRGWKERLFSRNSSVADLGSEVRREVNAG
IASVSRMMERLETRGNSRTGDSPTASTSEVPPATESSNERVTESNSAAAAAAAGTTTTTSPSASNTAAPCVATSGSN*  



>Sbic_05g022660                                                                 
MLPGVELARRRRVHYHRDVAPSSSSSAAAVGAGEHHYYAHAHHAATTTGVVPGPALAARIRLEEKLRGAALPPSTSTSTS
PSRWSRLMRDGRSTPRQPQSQSQSTRRRDDQLDAVPATSAEPEPRRAVARPGPAAVLQAAADTAASTTTRQRRRRAELTR
TLSKVDVCAVCLDEVRDREDRRVTRLPCSHKYHSECVLPWLAIHPDCPCCRALVPSADTLVHQL*               
>Sbic_05g024250                                                                 
MATPPEEPLPLPLPLPKPPEPKPPKPKPKGPDDPEPEPPKPKPVGPLPQRDGVGDPGSGVVATSPPADLLCADTCSGACA
YLPHCQPPPPASSSRGTTLHLRSSRLPTPLIALSASLLAVSAVLLLALLVHRLVARRRRARNAALVAHHGHGEEGGGHQV
LAGAVAGGGGEEEDEEEADGGGGGVHHVWYIRTKGLDERAIAAIAAVVYDAKQRGALGLGGHGGTDGDGDGGSCAVCLAE
FRDGETLRLLPRCGHAFHRGCIDTWLRAHVNCPLCRAPVQVSLAAAADNPNAAPGAPTATSGGRQRQERNLVGAAVGAVQ
ATEETARGGVPDRAVRRAASMVALPRRAWPDVSLRAPASSSGREEDMTGLGKISRLLKFSDALEMAGIGVERSVSFGAGS
CQRLPTRSGPSAAAAGVSADETSQ*                                                       
>Sbic_05g025160                                                                 
MGAFCSCLQPDYSDHHGNSSAFRNCMCLRCFTQQLINAYTVLFRAGAVHSVSPAIEATPVDTSESSFDTYRSPPRPLPYD
DPRFSPPARDWLRRESPSHSPEESEPLRSNDVDEEMETPSRIDKASKTNYNTKMKICSSAYGDKVPPKEHGNYFSYFSPS
AEDEDVCPTCLEDYDSENPKIVMQCSHHFHLGCIYEWMERSEACPVCGKKMEFDETT*                      
>Sbic_05g027490                                                                 
MSLSWLTSSNAYKSPAFIALVSALCVAVVLLLHQCVLVNCCHGGAAAADRDRRRRRQQHHQRHVVGVVTTTTSTDARRRQ
QDGNDDDVSVEVSATSRTHLVAAAVVCRYRKEEAWKETTCPVCLADFDDGEAVRVLPECMHYFHAECIDTWLRGSTSCPM
CRAETTPSPTPTPSSASVRHHLELSVSLEEILVRS*                                            
>Sbic_05g027500                                                                 
MATTNTGAYQYGNPYSNRPSHHIPPYLKVVGAVVFSLAAIALLAKLLHFCWLRSMKDDAQQEADAGGDRRGRRRPTGVDG
DGGGVVAPRRQQPPAPAAVVAVEMVRAMGPLVCTYLRADGWPAEATCAVCLAGLADGDALRVLPVCMHYFHAACVGEWLR
AHDTCPLCRAPLAPPAAADDAAA*                                                        
>Sbic_05g027540                                                                 
MANNKSIGRASMYYYGNNPSQTTNEEQFKKIATITILLPIFIFVVLLLRLLCFSGQKDSEEQDAGGGNRERQPPRQSSQA
GGGWDDRAPSSTVAGAAVEVAVVAPPVRAAEPPLVCTYRKADGWREEGSCGVCLAELADGDVLRVLPVCMHYFHGACVGE
WLRAHDTCPLCRAPLLGPATEA*                                                         
>Sbic_05g027550                                                                 
MCHITLGHGSIGGNKDTILATVVSPRHLQKETTPMVSYLLSTHNFMATNTNNGGGSHNHLSSSSSTSLDGSPYRHMYFSR
RQNSGQANDMDTNKLVPPIVFAVFAVIIWAVCSRVLRTDTVEQEAATGGGDDDTAARQLQSNEAGDDDGWVDRAPSSTTV
AGAAAVEMVRPSDEPPLVCTYRKADGWREGSCGVCLADLDDGEAVRVLPACMHYFHAACVGKWLRVHATCPLCRAPLVSP
ADATT*                                                                          
>Sbic_05g027560                                                                 
MATTTNNAGGGGASKNHLSSSSLQDGSAYGQAYYSQNSGEPPGDANDNVMPIVFVGITVVLVLLRLLCCRIYKEQVAGVG
GDRVGQPPSCRAGGLADTDGPSTVAAVEVVPPLVCTYRKEDGWGDDSSCGVCLAELADGEALRVLPACMHFFHAACVNEW
LQGHDTCPLCRAPLVAPGDTT*                                                          
>Sbic_05g027563                                                                 
CSVCLSQLVDGEKVRVLTACMHYFHATCVEAWLHRKANCPVCRTPAMV                                
>Sbic_05g027566                                                                 
PPSLPEQQPPEGGDGSGPLSDKPTPTLKCTFSKAEGWAEEICSVCLSELVDGEKVRVLTACMHYFHATCVKAWLHWKANC
PLCR                                                                            
>Sbic_05g027570                                                                 
MVARMPLLAATAAAAGGRRRLIHLWATAPSAVNWQEPLGQDDIPPWSSWSRDTKIKVLFGASLVFLIVCFCVLRLFCRHK
EDNEQDTSRVVLGLWNNDDDGEAVSAPPLPLEEQQPLPTSGNGSAPQSNNGEDDRPPQRRQRRRRQQPPAVAEVPAADVE
LAMGEVQLTQASVERMVSTPAPEPPEPAPTLKCTFSKAEGWVEETCSVCLSELVDGEKVRVLTACMHYFHATCVEAWLHR
KANCPLCRTPAMAVAVRGRRRRQTQN*                                                     
>Sbic_05g027580                                                                 
MPVVVAAAGGRRHLVDHIPATPPSAGSHDSGGGVSSSDDATENVMLMVFSFLVTLCACCFIRHKFCRGEEHEQGTGRDNG
RGRPSNQSEAPRRQRQRPEEREQRTGRDNGRGQRSNRGEAPRRQQRRAPVAAAPAAVLDVELTQEPVLECTFRMADGWEE
TMCSVCQSEMADGEKVRVLTACTHSFHTTCVEQWLRDHATCPLCRAPTSAAPAKDRRHRRPTT*                
>Sbic_06g000280                                                                 
MGTGWRRALCTSVQRDDDRDRDAKNKKRRPQPHDAPSPRAAGTGGFFSAVKTAATGGGISSSSNPSTPTLRCRTRPLQQP
ADPAPVTPPSAPPPAARKHRVPLFQALSAPASPRSPSRFALLKASLLPSKSRCGVCSRGVKSGGSSAVFTAECSHAFHFP
CIAAHARTLLRSGVLSCPVCASPWRQAPFLASLRLHCSFHDDAQSKHRGGGGDGRKTPPPASAAGGPKLYDDDEPLLAPK
AASNGGGFNPIPEADEDDDEEQGAAEFRGFFPRPRTTSGLAVTVAPEAALVSSGRRHGKYVVAVKFKHSRVSIVAFSGAA
KRLLPLRRMTRTGQRSARQIVDRLVVCAAAATQGQGQGQEQAQQSACVGDALRKATKVLEDRRDRNPVATVMLLSDTQQQ
QQQQQPAVAVENSSRKQFGRPAVAPATRFTHVEIPIGPGDAPPLVSSESEEKQSAEPPVEHAFAKCLGGLVSVVMQEVHL
ELAFPTGEITAVYSCGPGQQAVAVSGGGAGVSVRLGEMYAEEERELLVEVRAPLGSHPHSLSVRCSYRDPASQETVRGGE
QPLLLPPLQGERASSRRLHDLFVATRAVAESRRLAELQDLATAIHLLSSARALVLQSPPTQQQQELVGSLDTELSDMRWR
RANQHQEPLTPTSRSGRRRRDGDSTTPVGTPRGSAGPAGAGEPLTPTSAWRAAEQLAKVAIMRKSMNRVSDLHGFENARF
*                                                                               
>Sbic_06g002790                                                                 



MQHNRITMLSSSETCQLGSSSSNPVMDQQNLLPNNSNVDEQILLPNALEHEDYPHYLLNSHEVGMPSGSLIGQQNTSLSL
WEPAGSSSMGCLVDHGNFFQAKRDHLASSLSIGGPLSIDRRRHEGTSSLPSHNLNIDLNINQADQFGSDDVDLVHGNGQS
RANTVTAHRGSFITERILHHGVSSDAIGSSSRNAECFDGAAGQDSHHPAFKRKYLDGCHAESSANGSSRNRHHNTLLPPP
TTSESLTIPTATNFNVPYPPVEQLNQSTNIAASSTLSDHYSSYSDPHANEFVRNTRMRINPSDYDQSLPSLLPEGSFRCS
AYQSTQQQSSFIPVQPRQVSSSAGSHSRPHVPTVTQFSQNLHRPSSNVSFGSRIGNSSTSSGSTMPIPASQDPSTSLLGS
DYPEPLLLGSSLFTADSTNFLSASGSRSNQQNSGSSSSSMLRPAVNVGAPQVAGFNASQPSTTIRGSSDVSRRSLISAGA
SHSRSSSIALQQRGTSSTSHEIRSHQPGSSSRAHQQHSLRPGHSSIDRQSSGYLDLQSFMQTIASREGGRPMSEIRNVFD
QIRQGRNARLEDLLLIDRSLIMRRANLIDRHREMRLDVDNMSYEELLALGERIGYVNTGLTEENIMSNMKQWKYALISLE
DPPTGVEPCCICQEDYVEGEDLGRLDCGHDFHTGCIKQWLVIKNLCPICKKTALDT*                       
>Sbic_06g003320                                                                 
MAGETLKKFARGEDDECCINSSMDETAGTVLVMSFVSLVVIISVLASFLFARNCRLLRHGVDNHPTYVKKYVVEKLPCSA
YIAPCSSEDNFLEACAICLEDYNNGDMLRHLPCKHGFHKICIDSWLTKWGTFCPICKLEVTSGE*               
>Sbic_06g005210                                                                 
MCIKARSEATQAGDDGGCPADECRVCLSKIRLAEATRRLPCRHVFHRDCVDRWLLSCKRTCPLCRVYVTDGNKQPVAAKH
TSREAQALADDLVIWFSTVLVPGF*                                                       
>Sbic_06g016320                                                                 
MEYPRRTLLHTPFSGHPSSPSHPLDGAAATDSGAPGSNFDANIVMILAVLLCALICALGLNSIVRCALRCSSQIVVGPEP
NQATRLAQSGMRRKALRAMPILVYSAGLKLNAANPMCAICLSDFEAGEHVRVLPKCKHGFHVRCIDRWLLARSTCPTCRQ
SLSRVQQKASGCSEASRAEPEPASARPVLVPLRPEGREKCRLLLENVPWTIPVALVGLFVNHRFNCCTTTMVIGDQALAA
TSDFSGNGIFYAIMKRSGVQQGL*                                                        
>Sbic_06g017730                                                                 
MSALPENIVAGGSGPAPVPWWSASSPVGGDVVLSGVVLLFAALAFAFVLYHYFTVTVVSRRGGSGTRERERDGAAVGPPS
SAAQQRGTLLGGRDGHGLDPSSVLRALPLTVYKAKGRAAGEALECAVCLAELTDGEAARFLPRCQHGFHAECIDLWLRGH
STCPLCRVDVDLLPPAPPSSSSSSSALPPALPEPANYPMNLPTNVLFWGSQDAVTVARLRASGTRTTTVHSGPSAPSGAS
PPLAIHVREATPPAVAPPTREGDAAKAQGLLARLSSLRRLWSRGSTHDAAAIGHTLPCRATNHLV*              
>Sbic_06g018370                                                                 
MGMRELLLLVLCLLGAGMAVVDAQSSSSPPPAPQQTPPAPPQQTPFGRTMSTFITVAISVFFFLLFICAYVNQCRLADPG
AAAAAAAAAAAGAGGGGGPSRRGKRGLDPAVVATFPIVSYREVVEHKIGKGVLECAVCLTSFEDDDDLRLLPHCSHCIDP
WLQSRVTCPLCRANLEKPAPLPAPLLLPVPAVAPPSPSPSPPAVAVALSPRQRPSPSPPPPEAVAIPVLDDEGLEEDSDD
EDDRKEEAIELEMLRSARRAARMPRSHSTGHSLFAAAAAAAEEGDHERFTLRLPDHVREQVLRSRRLRHATSLLDLSELS
SEGGSSRGGRRVAGAGGGFGNGGSSHGGRRWQSFLARTVSWARGGGDGSVRRGWDGSTRRGRDGGESSRKGAASPLPAGR
P*                                                                              
>Sbic_06g018375                                                                 
MRPHRRALFPGAGDCEDPWSAGCQTPPPVPSSLDYGPGPSPSLPPFAGIPLCPPLLQPSPAPAHNGRRDQGGGMQQGYGP
PPPGVGGDADDHARRHFVKYALIAAGVIAFVSLILLGVSVAVRRRQVRRRRQALLAPSLNAGGAANVDDGGGEWGGGGGG
GGGGGVVHHVWNIRTVGLDEASISSIAVTRYRAGAGLLGAADCSVCLGEFQDGELVRLLPKCAHAFHVPCIDTWLRAHVN
CPICRSDVVDPAVTAAVPGGGGGSESVGSSSSPPPGDPDANANAAADQVAAASDAASDHEGEESDGRDASPAEDDQQEQP
SSAEPPPELLCPLPRNVRRAASMDAAADVAELDRLPEEAPEEEQIGGRRKRWTGTGPTRAKASGSGHRSNLSTDRLAAPS
GVPRSFFSRHCRARSSVLPL*                                                           
>Sbic_06g020780                                                                 
MAIGTAVGGASIALLAGASCWLGMKAYRDGRFSRGWRRVRVWALGGVTTLGHALAYDCAMCGHSLDQREAVRTLSCGHVF
HLRKGPKCGSNIDDWLRENRMRCPACCQPVHPVLPWKAPPTSAPPPAPVPLPAQWEPSSSTSDLEAQEPRRMAMEQGPPR
RLALDQGRPRYPPSMWFQDALLYGSPPQ*                                                   
>Sbic_06g020790                                                                 
MAIAGHAVLRIAFPVAGVAVCVVAIVMWCPWRRIRLSTLGGVTTLTRTLNYPCTMCQESMEAGEKVRTLSCDHAFHCGGG
AKCERGVDQWLLTQAMACPLCRKIPLPVLPGKQPPPSSPAPSPSASEPAIQQLPRTSSSSTQDLEKALLLPAHDETLAEA
SSSASAPRPPLAQTQLPRTSTPDVAGVLPLPASDEILPDASSSQ*                                   
>Sbic_06g020920                                                                 
MATFVYKYPRDGNAMPPPCKHANASEQEGKPRAREGERRRGKTRSKEGEEERRKEMAADIGYYWLVAIPVRVVLGVVLAV
ITLVVIVVVAFIVFVCATNFRAWWRSPRMRLLRLGGVTTLRRSLSYPCTICRDSMEAGEKVRTLSCDHVFHCGGTVKCGF
GIDAWLLAGDAMSWQSCPNCRQVPHPVLPWKRPPPSSPAPSSPQTSDSDSEEELLFPSHWFDETLPETTWESEREESQSK
SKREPPSKQERARGRSEGPMAVRFSIPVFLATIILLASVIVLVSVAIIIWGLAASSFSSLSSRVKAWWHSRPVLLSRLGG
VTTLRQKLNYTCIMCQDSMEAGEKVRTLSCDHVFHYGATARCQNDIDQWLLTSEDMSCPICREVPHPVLPWKRPPPSSSP
APSSPQTSDSDSDSEEEEEELLFPSHWFDETLLQADAEAAELLFPSHWFDETLPEGSPSQ*                   
>Sbic_06g020930                                                                 
MADPDDYWNAELGVLFRVAVVAVCVVIIVMWCPWRRIRLSTLGGVTTLTRRLNYPCTVCQESMEAGEKVRTLSCDHAFHC
GGSAKCERGIDQWLLTQAMACPLCRKIPLPVLPGKQPPPSSPAPSPSASEPALQQLPRTSSSSTQDLEKALLLPAHDGTL
AEASSSASAPPLAQTQLPRTSTPDVAGVLPLPAGDEILPDASSSQ*                                  
>Sbic_06g020940                                                                 
MAIGTAVGGASIALLAGASCWLGMKAYRDGRFSRGWRRVRVWALGGVTTLGHALAYDCAMCGHSLDQREAVRTLSCGHVF
HLRKGPKCGSNIDDWLRENRMRCPACCKPVHPVLPWKAPPTSAPPPAPAPVPLPSQSEPSSSTSDLEAQEPRRMAMEQGP
PRRLALDQGRPRYPPSMWFQDALLYGSPPQ*                                                 



>Sbic_06g022310                                                                 
MSDINFDEILEVPDTPDQHQSKYHVSSSIVGRDYTMAAANPSPRRKLRIRFKNNSLDGSSSQNNACSVLPAASDIDHIFK
QAKAAQVLELSKDYNAKFSLKKSDRTGISVDNEKRAEKHGLDQSRSISNNISCSVTVGRNPTFQVKDGEVVQQDAGHQNA
NFLGIGSGLPTIPVGKPGNRTCTSTTKGVTGADVCLGSSSGEVKGEVITDKVITGPTSPLCVVPRRHVGQKRLVHNGCIS
PSNIAKTNVKVDAKREMCSSSEHLHHPHPQLDAFDRSSVIDLTDNSPIMTRQRSKVNNKFIPGHNMDTRATKKLRTETTG
RTSVPLSKYHANSSNCSEANLSGHNNKGKGISIDILDSDQIGEADLRGVDLSTAGTCVNKNSSDINTEQGWRTTHNHTSK
LPISFMGNTTTSSRREPGSSTRSNQNHGSAGGNHTSVSGATMMVPDRLGNKTIMNHKGWRKETSTSCHTGESSSAVDEPR
GSLQSSKISAGRNHTSHQHNIPVITIDDISPEARPSSSGFTNGTSVDPNIEAQLESDELLARQLQEQLYNESPRFAPTEE
IDAIVAMSLQHEEDAHRTSRPRDARAARSSSYRNALRARLATADDMISRLRNTAPRTLGLGAALARYSGALHIQPNIDLN
DYDALLALDENNHQHTGASESQINNLPQSVVQSNSIEDPCSVCLENPSVGDTIRHLPCFHKFHKECIDEWLKRKKLCPVC
KFGIN*                                                                          
>Sbic_06g025730                                                                 
MREPSVLVREAAAEHLEERQADWAYSRPVVALDLLWNLAFITVAAVVLVLSRDEDSPMPLRTWVAGYALQCVVHMVCVAI
EYRMRHGQGGGAGAAPTDEERGSDGSSSSSDDDDREFDRHGRRTDYASIAKHLESANTMFSFIWWIIGFYWISAGGEEVI
RDAPQLYWLCIVFLAFDVFFVVFCVALACIIGIAVCCCLPCIIAILYAVSDQEGASEDDIRQIPRYKFRRTDEPEKQDVD
PMGPFGGIMTECGTNQPIEKVLAAEDASCANSPVGTISTAPASTSGFTSMQHAPCASTTFGKAAVAVEVKKFECSALDNA
NLFQLRDCAIANVTPGL*MREPSVLVREAAAEHLEERQADWAYSRPVVALDLLWNLAFITVAAVVLVLSRDEDSPMPLRT
WVAGYALQCVVHMVCVAIEYRMRHGQGGGAGAAPTDEERGSDGSSSSSDDDDREFDRHGRRTDYASIAKHLESANTMFSF
IWWIIGFYWISAGGEEVIRDAPQLYWLCIVFLAFDVFFVVFCVALACIIGIAVCCCLPCIIAILYAVSDQEGASEDDIRQ
IPRYKFRRTDEPEKQDVDPMGPFGGIMTECGTNQPIEKVLAAEDAECCICLSAYDDGAELRELPCGHHFHCTCIDKWLHI
NATCPLCKYNIRKSSSSSGSEEV*                                                        
>Sbic_06g025850                                                                 
MYLLGKKTGKKKVYLGYMSAPLPYAIEENYGGCFFDDDDDLAQVLQDQEILYQLIQGSNGSGSSRTHLTPSCSYGHDRTP
NERKSSEDVNYELQLAVDEALARELQEMEGKLANTSLNDNNGRKPTSSSLFDRGNNSASRPPQAVEEDGIDPDNMTYEEL
QQLGEAIGTESKGLPESVIALLPTSTYKIGIFSRKEKHEECVICCMSYKNRDRLTKLPCGHQYHQACVAKWLQINKVCPV
CNKEVFS*                                                                        
>Sbic_06g026220                                                                 
MGFPVGYSELVLPKQLLHLLLLLGYIRRFLLWAFDAVGLGDLLDLGDDHHQALLQQQHRRPEFRAVPAMVIEEVLPVVRF
DELEEARVGGDCAVCLSGIGGRDEVRRLSNCRHVFHRACLDRWMEHDQRTCPLCRAPLIPDEMAGALWAAAAGVPDASDF
DFSYFGATPLTTPVPSPTLLRPHELLLTGLGGYQ*                                             
>Sbic_06g026310                                                                 
MTFPLVCYCNAVPRPVAALFKLLHAVALVFVLVLCFLGLYEFPYDPEDHAPVINGPPRRPRGDAPRPEAVKQRLPLVEFL
ELSSSSSSSGAAEPTCRVCLERLEATDEVRRLGNCTHAFHTRCIDRWIDLGEVTCPLCRSHLLPRRRAGILGMGMARLG*
>Sbic_06g026320                                                                 
MSPMSNPSFDHSYELPLRRNLLLLLDLLGRLRFIAEVLLDRLGVASWQGEVHLPGQLWGWGGEHASDATLEHFLEARLWE
TGTRSPLTTTRYRRRRVALAQPADGKLAAEGDAEGAAAVCAICVAGLESGDLETVVELCSCSHAFHDACIDAWVKNNLNT
THLKLFHSKWVKKGNRKNFTITSAYTGATKYKLDWLKLGLSRFTCLVSKGESFPLDFGTKLVWQ*               
>Sbic_06g026580                                                                 
MHGAARKLLMWGSSPVGAAGSDRPDDHDVVIVLASLLCALITVLGIGLVARCACGRGGPRARAAAAANRGVKKSVLRKIP
TVPYVAPAPACAAGGGDVESGEPAAEAGEAEAAECAICLAEFEEGESMRVLPQCGHAFHAACIDKWLRGHSSCPSCRRIL
SLQQLPPGERCRRCGARPQDGDTAGWKPTYYSAMPPFLA*                                        
>Sbic_06g026740                                                                 
MSSSSSSSSSLSLQPPPAGAIGGTSPYSASTSFLPSFMIIAALLAFVFLASVSIHLLLRFLSDRSSSSSSSGPPLPRTHR
DEAGSAGSTMDASSAARPAATAAAPADAANKEAAAGDNEKQRLIDSLPLFTMASSLAELPKSSPDCAVCLTLFTPDAELR
LMPASRRKFYAACVDAWLRTTPSCPLCRAAVVAFPHPSLSAMLAAAQQQRPASPRTRDPRSGSSFLVEMGTVSSSRGSPV
AAGGGGGDRNRNSRTYSLGSFDYQIDEEVEAVVSRVARITARESSTVKEEMEKPSGEEVSARPPAPAPSPPPPGETVAEA
AGSSRGWLREYVDRLASSAYTLSERWSSRWSQGQSQQQRQEEPWLWDTEAADMSAAPGSDEEEEETAFMVMYRWIAGV* 
>Sbic_06g026980                                                                 
MASSPLAISGGQPTWVPYEPTKDCSQGLCSMYCPQWCYFIFPPPPPFDVGGPSPDDSSGPVFSPLVIAIIGVLAIAFLLV
SYYTFVSRYCGTFGSFRGRVFSSNSGGGARRRGNGGGGSSGGQGQSRSQESWNISPSTGLDETLISKITLCKYKRGDASV
HTTDCSVCLGEFRDGESLRLLPKCSHAFHQQCIDKWLKSHSNCPLCRSNITFITVGMGTATQEAEGRGPGESVGRDAAHE
VVVVMDDLEILCDEQQSMAGSTDGDGDGDDQEANGGSPEETDDADSKAEIREECPPPLKFKPGPSSSDPDHDIRMSIADV
LQASMEDELFAARESGILAGGAGTSRRCPGENSKGGRNSRRAPQDAMDTAPAMKRLPPAGRSCFSSKSGRGRDSDLPM* 
>Sbic_06g027620                                                                 
MDEHMGRRTVGGLLFTKGGSILLFREDGSRPKSKNCCSRHGCSGQHSADKAKGKEVHRAAAPNESTPATPGRSQIFRKPN
RKPPHESSASGSISRDAGGSCSETGNRSRDTPGPGRDLLARLKERVNTSRKRSLNRENSPQSPSGFSAGSPSNSRSVSRP
SHRAASRIRKADEGAANAGADGVRRNGAGDARRSSERSDDDLLLVEQVTRNHVPSEGFLSGFMARYRSGLQGDLSSLDDS
MEDSNGYLRFDVGGIEELENYFIFNDRHRGMRMDIDGMSYEELLALGERIGTVNTGLSDNALSTCLNRSLYMPTASGSHE
DCERKCSICQEEYLAGEEVGKMACKHYYHLSCIQHWLRQKNWCPICKSVALKIN*                         
>Sbic_06g030650                                                                 
MQGQRNSMEHYADVFGFDIASSSGNPVMDQQSYWNNVLGSVESQNPQGYQMNHSDAAMPYGNEAQQDGTFLGFWESGEAS
SSGSALNYGSSNNVKTEHLNIGGGLRIGERQLVADNGISLDVDINLNANVNDLCGQSSNVNCTSQGPEQYGGSDRNGINS



QPTDLRLHPYRTFLLGAEQADSFTLNPSENPLSDFSLMQESIDQRAGSSLDGRRLACKRKNIEGANGQSSAGASTSFSLR
NDNAFYNIASSSYNPAPIRNSSSPNCLPVPSSIEDQLPQYGTNAGLSAGTYDLNGGVHNAGNSQRSFRARTTTSQQIAPC
SVWPSSNAIRLSNSWNHQPPHFQNAFDGPQEVIPVVSSLNLQYQHPVNVSGVPQAANRFTGHGASSSRATSLENRNLGSE
EVTRRNVVPTNYTDLVPPSAVDLRRLVPEPSNWSSDVRGTAISGSIPPVSRANNSSAANPPAGFNHQNLTRRHPRNLSEE
IGRLSGALRGHQPPRLRSGFLLERQGDGVWGVPLSTRGREGRRLMEIRNALEMIHRGENVRLESIFYGGVEIHDRHRDMR
LDIDNMSYEELLALEERIGDVSTGLSEEAVIKLLKQRKFSSWRLKASLDPEPCCICQEEYVDGDDLGRLDCGHDFHACCI
KQWLVVKNVCPICKNTALKT*                                                           
>Sbic_06g031400                                                                 
MGMLTAVLLALFLFLIYAKHCKERGPGEGAGGLGLGFAPSSCDRCHSGLSSSAVGALPAVRFGDGDSGRATECAVCLGNF
DAAELLRVLPACRHAFHTECVDTWLLAHSTCPVCRRRVTRGHVDDTEPDDPAAGARTTVPGRRSAGDAEVQVEVVVHRAW
DQRWSTDGLVGRVAYLEAGRHRRDDLGVLVITAEGSRSSRSAAVTPRSC*                              
>Sbic_06g034040                                                                 
MKSSRFLFLCAMFCLMARLGAANVVLMGNNLTLSFDDIEASFSPGVKGSGVSGVVYASEPLNACSPLTIKTVNGPPSPFA
LIIRGGCTFDEKVKNAQDAGFKAAIVYDNKNSGVLVSMAGSSSGIHIYAVFVSKASGEVLKKFSGNMDVEVWILPTFENS
AWSIMAISFVSLLAMCAVLGTCFFVRRHRIRREHPRIAEDREFHGMSSQLVKAIPSLIFTKVQEDNCTSSMCAICLADYN
VGEKLRVLPCRHKFHAACVDLWLTSWRTFCPICKRDARSGASEVVATEATPLLSSAARLPSFRSSVAASPPRPISRHPSS
HSVSRAYSVSSTPNSPNPFISSHISSPGIRASRSITDLGNISSLHPRISHLSSTHSLVGSHLSPPISIRYWSSHVAHSGY
GSPSPHVSSSYISNSGYGSSSYCYLGLGGSSHSQHGTYLRRCGESGPSLCTMVPQQLQWETNVAAGASSAKSLRQSSYLR
HCGDSDASLSDMTSAQSLPRC*                                                          
>Sbic_07g000650                                                                 
MACPRGRTSLPLCFFLMICLMAQLGASNVVLMANNTTLSFDDVEATFTPAVKGSGVNGVLYAVEPMDACSPLRTKAIEGS
ASPFALVIRGGCQFDDKVRNAQNAGFKAAVVYDNEDNGILVSMAGSSSGVHIYAVFVSKASGEELKKYSSQTDAELWIIP
TYENSAWSIMAISFISLLAMSAILAACFFVRRHQIRRDRARLPQVREFHGMSSQLVKAMPSLIFTKVQEDNCTSATCAIC
LEDYSVGEKLRVLPCRHKFHAACVDLWLTSWRTFCPVCKRDANAGTSNLPVSESTPLLSSSAIPLPESTALASFRSTVAA
SPPRPISRHPSSQSISRNYSISGSSIPRTPNPRFYANSSPFCTLANMSSSWSRTSHLASAHSLCGGHLSPPIDIRNTSQH
ISRSAYGSPSRYIGSSHMSHGSPSYYLGSSGQRIPYLRHCTLSGPSLFTMVPQSPQQNQSQHGGDSETNLSAAASTQSFR
QLYLQHCPDSDTSSQSLPGC*                                                           
>Sbic_07g003290                                                                 
MTVAAAAAWPVCTICYEDLRPLSDQHLHCLPACGHVFHALCLEQWLEYCPGGKKKRTCPICKQACGAAHPPTRLYFSSTG
TCPTQACPSSPGNASGGADPAALAAEVARLEHKAASLGKVVEEQRETIDDLKSQGADGEGRLFAASREEGKESLQMLLSV
KTEELSRKTSECGRLQEKSLALAKELAALKLSADMNLQEEEILKLASLGNHGNLQNAVDVLKRSLAMRNKSYKELMVQCN
VLGRSESRMQQKLEKAKELIKKLRARVLELEKELEDKENSLLRDLRSSKKFKADHIKSGNVTANNAFTSSSPGYENQTNN
LDEVMQDPCNDKTLDRLNPEAKRDLNAKDNLVNKNADVIDLEANASVFGGEQKAQYSAKPFGTDDRTLNSENKSNLCQND
DQQSMAFECTTTHVAEGGRFLKHQEATVKSTFMANIRAKLHIPQESPSVRTNLTSSTWESETLTIDGISKQATRLASGTG
PQQIHNINSLSDDFQAPGIPGMDGARKGIGKWCKGSTAPGSASGNRGSLIAVGPDGRGGKVKILRDLGRSQDSKSQALWP
KAPKVGNKGGQSQIHHFFGKR*                                                          
>Sbic_07g003830                                                                 
MGFPSVCYCVILPQPLILVLQLLDFLRHAVLLCLSSLGLAASPAADDHPAYYAAPPAPADLWALQPSSSSLLLLQAGAAP
LQEAPTPAAIKARLPAVRYADLLRSRRASASPPAPVPAVCAVCLGALEARHRVRELGNCAHAFHKACIDKWVDKGQATCP
LCRALLLPDPSSAGAGDAVGELASSPFSF*                                                  
>Sbic_07g004765                                                                 
MAESQFRGAGAVLHMSSEDGRRLCITGMSLVDPSCVRGDRVVNVWAEVVGQEQEKRAIGTLSSKDPVVVSVVPPVVLAGE
FVLRHDLAVPAAVRLNVRVLAPPEPSSSSSGDVEELEAVLVLGVDDVEAVVVQQDEDDDDDEVDQGVEYEPMSEDDAAER
YDSDNGEDDDVGGVLGARDSRKRLVAAAAPAWSVVPDGEYLGPPRFAVVGNTAGFMRVAAAEAPIGVGDQESKEILVLYR
YTRFSGTRSGRRREVEAYRRTKLHRLRFAVPPAAGDLARSLAWAGSSLGPLIYPGLFRQQLADLWTSLLLATPAANAVPP
GVGRLQVIVDVGILRLEDYTVERMAHMRGELVSQVLEPWPVHYYHVDMELRLPEPVPGNRRRIAADDEEEEEECCICFEL
LESGVAAWPGCGHVFHGACVGKTLERSEMCPLCRH                                             
>Sbic_07g007520                                                                 
MDETMGRRTVSGLLVTKGGSILVFREESPRHKATTCCTRLGCSSKLFPNKDRKTRRASMETSAHQRSQVLRKSNRMSPQG
SISYDRSTSRNTASTFGETDNIPRRKENPGCDLLARLKERVNASRKRSLGGLGSPNISSTNTSSSSRSFSRSICQPASRM
RKDGGRVAEAMRMHKARENSGSSREDVLTRNSIQDPSDRFLSQSLLRRRSRLQQGPVSSFEDTLDYSSEYWHFDMDDSEE
VEDYYVFNDQHRGMRMDIDDMSYEDLLALGERIGTVSTGLSDDALSKCLKRSLYVPTTSSSHEDGDIKCIICQEEYSSDV
EVAKMACKHYYHTTCIQQWLQQKNWCPICKCVASVISS*                                         
>Sbic_07g020200                                                                 
MPIDGMRSVVATVSGYHGEERHRLVNLIAETGASYVGSMSRSITHLVCWRLEGKKYDIARKLGTRVVSHRWFMECLSEGR
RLPEDPYLMVSGEEAGPVPELPARSRTQRKKNAIMEDRIFQELPDDFWDTPPARASYKVKLDDSDSDFESALLKENSALD
EDSKKNHSSDVKKRRKRMKHANTSMDRDVLNLQDNVSSAMARQCLHVSSHTMSQSTSKQKGNLSRFLHNEIPIRMGERND
LTENFENDSLSDSFSEPQTSDILCIEAQRKFTKTSAPSSSLRQSALDSLYEFGETSRDVPAGRKEPDNVELRESSRSLLP
FDLSGQEPAFCTQEQVDKCSLGTLAGDEMGYDKKPMEKSSNLERQPELSCVICWTDFSSTRGILPCGHRFCYSCIQGWAD
CLASSGKVSTCPLCKASFIYISKVDEAGTSDQKIYSQTIPCEASTDVFVLGNEGYDFSRSTAGQGACYQCHFREPEELLQ
SCDVCRLQWVHAYCLDPPQTRWTCMHCRDPRMLFHRYR*                                         
>Sbic_07g021910                                                                 



MSHYTTMHAAINYAALPPTSPLQLPLPYLPPPSPPPLSLPPLLSPPPPPPPAASSDAGFQSRISPSVLLIILILAVIFFV
SGLLHLLVRFLLRPAPRDPGDAYGGDANATAFQGQLQQLFHLHDAGVDQSFIDALPVFLYGAVVGAGGKDPFDCAVCLCE
FADDDRLRLLPKCSHAFHVDCIDTWLLSHSTCPLCRRSLLADFSPCGGGCSPLVFVLESVSGSEGSVSDRLDAASSARLS
FVMEQEQAGQDRKHAAAEAAEKKDNEVVVPVKLGKFRSQQATEGAGGSGANPGSQDVRRCFSMGTYEYVMDESSLLRVAV
KPPEKKRPATRMPGHRVAMSECDCHSKREGFRGFDAPPKQQQQPSSKAAVDKRESFSISKIWMRSGGARRKDVSSGAIAA
PSCSTSRRASSFRLPSALQRTASDVGVTATALVVPKRRADVVSPVTESEYNVSTWDKSASGSVVDWDVESAAGGGHGLSS
RADEAPSFARRTLLWIRGHL*                                                           
>Sbic_07g022600                                                                 
MSSSAPSPPAGATPEPPPPPSELYCYECDATVSLPAEPVPAARPLCPLCHSDFIEENPSTSTPSPPPPPPPPPPPPLLFS
GSSSSSLSDDPNDDDDDDDFDFVMDPDEARAYLSRLVHRHRHRLQDDDDDGPFDVAAAAAVSVLTDGHGPVRGHGGGGEP
PATAASIAALPTVEVAEPAAVCAICKDDLPLASEARKLPCAHLYHSFCIVTWLQMHNSCPVCRFRIPDDEAAPLEQDPAP
PTTRITIRFTTTTRRRVRVGGDATLAAAPISASPTQLAQAITGDGAGGPANSGETVSSEWPPHPESDTVMSEAREGDAIF
D*                                                                              
>Sbic_07g022610                                                                 
MDPGDARAFLSRLVVVDINRPRPRAPAAWPRRRRGGAGSPPATAASIAALPTVEVAEPAAVCAICKDDLPLASEARKLPC
AHLYHSLCIVTWLQMHNSCPVCRFRIPDDEAAPPTTRITIRFTTTARRRVCVGTDATLAAAPISASPTQLQQAITKDGAG
GPATANIV*                                                                       
>Sbic_07g024770                                                                 
MDMEAAAIFGTASASFSPAPSSSRSRGGGGGTSISRLPARVAGAVVRSLVTFVFAAVGMVLGAVTGALIGLATESGLVRG
AGIGAISGAVVSMEVVDSSVAIWRSDESGIWSVLYVLDVLWSLLTGRLVREKVDPAVQSAVDSQMNAADSGDMDMAATLA
DMFDTGAGAGAGAPPKGMPAAAIAALPVTAFTEDTVTDASGEPIGCSVCLQDFEAGETARSLPECGHTFHPPCIDVWLLR
HASCPLCRRAV*                                                                    
>Sbic_07g024936                                                                 
DGWEDVDPDEYSYEELIALGEVVGMESKGLAADTTIASLPSVTYQAQDKQDGNMEQCVICRVEFDEGGSLVALPCKHPYH
SECINQWLQLKKVCPMCSAEVSTSVN                                                      
>Sbic_07g024950                                                                 
MDGSSKRIDGGGADKPSPDNDQNQNASPNVPAASAAGDDGASVAAAAAAAAAPPADGRRPFTSLSQEEADLALARVLQEQ
ERAYMMLTGGEYAISDAGSYDYDEEEGEDDDDGSDYEEEGEALDEDEQVGDAEAEGAEGDQDLDLDPAQYEDDEAFARAL
QDAEERDVADRLMALVGIGDWRAMEQDDAGDHEEDEDDGVHTQDAWEDVDPDEYSYEELIALGEVVGTESKGLAADTIAS
LPSVTYHAQDKQDGNMEQCVICRVEFDEGESLVALPCKHPYHSECINQWLQLNKVCPMCSAEVSTSANNVNKQA*     
>Sbic_07g025710                                                                 
MDLERSPPASPAEAAGGGAAACSICLDPVLARGAGRSVAKLQCGHEFHLDCIGSAFNAKGAMQCPNCRKIEKGRWLYASG
HRPSADIDMGGWVTGDNYDITSELPFGFQWCPFSGFTQLASVFEEREAEPTYHTTGDHSSAASSSLVCPYLALRGFLHPV
HVPSTSNSGAESTSFHRHSTGLEGHATPDLNNAPVFHATESRNHDSEHRHLSNLPVSGIPEYSMTPFGIGVPRYDSGSQQ
RLRSYAHHHPLIHRPTPRSGSNLVAPLGSVPAVVAETRGHGHGARGHMYQQSMHSSVQGSPFPPTTRRVRPRALTITSFI
AATSSGEIGGPHAHGFSAPGAVNRSVSDAEGISRPIDRPYTWGREGFAPFPWIPAEGESHWWGTFNPMQNHAHGSFTRRP
AGERMPQSHPENGYQPVPPSQRMPPFL*                                                    
>Sbic_07g028710                                                                 
MGISSMPAPKDSLLGFVLYNAAASVAILSGLVRAALLFLGVAAAPSSSPWEAPEEERRQQQQGAVRVTPVGPTLADRFRS
RFRPSRFGRRRGCGGSGDCRVCLVRFEPESVVNRLPCGHLFHRACLETWLDYDHATCPLCRHRLLPPAADDDELPRIVAA
PRRLVRF*                                                                        
>Sbic_07g028950                                                                 
MASSSIHIHRPRLAGDEIHRTLEASYSPSASYCSDDAFVPVFRPDPSAPSASASAAVAAAADRVRSLFSSVDVALFRDAL
FAPVCDGDGDRDGLGFTDADAEAAEYDGDLTSICWDCLEIEDADDPLVASPAAEDFEWEEVVSPSGAAGEAPEPEWEVLA
DVPPPPATAADAEDGFVYTSHHREEAAAYEVLVAGGEGMFLKNKPPAARSAVEALPSAVVAAGQEGEGDECAVCKDGVAA
GQRVKRLPCSHRYHDDCIVPWLQVRNSCPLCRFELPTDDPEYESWKAGRAVAR*                          
>Sbic_08g002420                                                                 
MDDGEAVRRGNGAWEIVLQVRPDPTTAWSDRYVKLFLLWSAAIAVSVAIYVFTGYVWGSVATAAFLVAGCWITCCCYLKA
APPEPPLLPVDAAIVGPLRVAVPAVNCGGSSASGLSQAEVEGAIPVFEYCRKAAAEQCAVCINVVRDGEAVRRLPACAHT
FHAPCIDGWLRAHATCPMCRADVKVAAVGVGLPAESSPAA*                                       
>Sbic_08g002550                                                                 
MSDTSSSPPPEQVLLLPTDRSSSSSSSDDSHDGDDDSDLVIAIATHRQTYGEEEEAGQRRRAGRGRSPIMAMPPAPALFA
PWVVVRGGGVTPAPAASIEALPTVEVSEPGAVCAICKDDLPLAAAARRLPCGHLYHSSCIVPWLEVHNSCPICRCRLPSE
NTGPAAGEVPPAPASEQDPPPAAAGTDLQVPAQAVSGEGEETIIVPSV*                               
>Sbic_08g002625                                                                 
IILAAVLCVLVGVLSLHPLLRCELHYCGRRSSALGLGGADPHPPAGGAGLKKSVLRKMPVAVYGAECAICLGEFADGDAV
RLLPRCRHGFHVHCIDTWLSAHSSCPICRDSLLD                                              
>Sbic_08g002630                                                                 
MRVLNDDSRATVVVAEASSSSAPPLLITPAAAAAAAAGAAAGTGSDAAGFDSDMVIILAALLCVLVCALGLNSLIHYCLV
LDFGRAALAVAPPAAAATAAGDAATGSGTGLKKRELRRIPVVVYEAKPGASATDDCVICLGEFDDGEKVRVLPGCHHGFH
VQCIDMWLAAHPSCPTCRNSLLIQQQGGQAGDGDGDGDGDGEATATAAGEET*                           
>Sbic_08g003000                                                                 



MAAASVVNNGPSPVAAAAVDQFQRRVREAAMVLLMEQDQLSLAELLVSLTIQVPPLSTHRQFHDTMRLLSDVDTRGVSFH
GDPLLFRDFRRSVCLRVINLLQEQEEAGYYDERMLSEALAHIVLRAAEQAAGLVVVPPDDDETTQQPYYPNGGGSSGAVV
VPASAAAVRTLEKQTFHAAGGGSDESVASGGCGITECSIGFDEFVDGAQVTVMPCPSRGHRFHPDCIAKWLGISNMCPLC
RHELPTLSSVYD*                                                                   
>Sbic_08g003030                                                                 
MADEMSIELEDGELAPSSVVSGPSSAAADVQLRAQLREATTVLRRRGQTDLARLALGLVDADLRDVMWVLTDQVRGGDFS
GDPLLFDAFRHTIRMRLLNLSQEAGYDDDEVGEAFPAMVLEAAQYAARLVQAYDIGDTLGGAVVVPPASAAAVRSLEKQT
FRAATTAGGEEEDDDGVTECGICLDEFVDGGEVSVMPCPSRREHKFHSDCIYKWLAISNVCPLCRHELPAYYE*      
>Sbic_08g008340                                                                 
MDHSFRRVVEYEGRSYTIVRAARRPRDPRDDEVRDYMGRRVRYEYIIPGPKRARLAASTETIQRLLREVRAGDASQTECA
VCLQDYAAEETIRAMPVCAHAFHHHCISEWLSRNAVCPICRRELPLPTHQDQEEQQQQEEEVDDEEDENGVRRSWNWIRV
PVSA*                                                                           
>Sbic_08g017080                                                                 
MGGAQFLGDNDVVAARDGEAVDHRRDVGKMEHGCEHYRRRCKIVAPCCNQVFPCRHCHNEATASGDRHTIVRQDVKKVVC
LLCETEQPVSQVCISCGVNMGEYFCDICKFYDDDIGKGQYHCNDCGICRVGGKEKFFHCVKCGSCYSVELRDNHRCVENS
MRQNCPICYEYLFDSLQGTRVLNCGHTMHLTCFEEMVEHNKYTCPICSKTALDMTRHWEMLDQEIEATIMPPVYRYKIWV
LCNDCNKVSEVNFHVIGHKCSHCSSYNTRSTSRPADSSGSSSPSTDSSDNNM*                           
>Sbic_08g019370                                                                 
MPIASKLVYFQRRPCRDHHRRRRRSSLSSSHHKPGQDHVPGHQRDAAAKPLGSVGNIAEHAAGMSSSTRLHRSISDHGRL
PDAVHQARERLLQRLNSVDLSGRRQKTWPSESFWAGLTRTTDAGVSTSSDSILGSLTNCFQPSEPVVASKVEEGAVIINA
DECMPITVFPKLASELQEAEDSEGVEASSPAECSICLERCADSGDGLIQLRCRHIFHSACLDRWLRSHADCPYCRATVRV
CS*                                                                             
>Sbic_08g020130                                                                 
MRRRRRPSTATPAPAPSAASVSSPPSPYPAAFASLGPAPSPGPGPGPGPGPAPAPEPSAAAFVGGRRGGGGAGSSLSPPL
IAMLAVVGAALLVVLYARLVSRVFRAARRRWRRRRRLRLLMIPGSPSARGGDDSFASFTTYDNYYHTFSPYYGLGLDDAA
IKSLPSAQYLGAGGSASSSASARGSGASRECAVCLLEFADGDELRALPLCAHAFHADCIDVWLRAHASCPLCRAAVALPP
PVPSPLHPARAARRVRPSLDDLLFFHPVPPSAHAHPAGGEQQQAEIAPASPDQQQQQQLAAGARDFLLKRSYSFGFERSL
AMVEAASTASPPWRYRVFSAAGAATDGGTTSRGRGFWSKRWPSPFGGGGAGGSAAARVFSFRSYHVGGGGGGGGVACKPS
PFSRRFRGGGSGFFMSLASEPPSILAAAARRGSRAAAASSRLRCGDPEALLSPDRLSR*                     
>Sbic_08g020240                                                                 
MASPPAPLPAAADRATVPTASPSLKSALLVVFALLVLAVAAILLLRCLLRRWSASSSLSSHAHPRRAGGATARRPGVPAE
RGDQADAGAAGRRLVEAEAARMIAVAEEEEAGEVHPAREQAEPEAAGTDDDTERFIASLPLFTMASALAALPKNSPDCAV
CLSPFDASAELRLLPACRHAFHAACIDAWLRTNPVCPICRSTVSPPLLTPFPVDQEPLGTRTSCRSFRVELGSVSNRRSS
AAGGDERRTYSLGGSFDYRVEEEVEAIVSRIVRPTAAAARPRPAPATAAPGEAALAEAVGSRGWLGEYLDHVSGRLSLDR
RHDDSTRWDPEAAAVVKSASSLSRRWSWRWSQGNRRDEPWDTPEAPRRAEGDEEPALVALGRWIFGL*            
>Sbic_08g021220                                                                 
MATAQIKSRFLVLYVIVCLMAQMGDANVVLLGNNLTLSFDDIEASFSPGVKGSGVNGVVYASEPLDACSPLTIKAVKGPP
SPFALIVRGGCTFDEKVKNAQDAGFKAAIVYDNENSGVLVSMAGSSSGIHIYAVFVSKASGEVLKNFSGHTDVEVWILPT
VENSAWSIMGISFISLLAMSAVLATCFFVRRHRIRRDHPRIPEAREFHGMSSQLVKAMPSLIFTKVQEDNCTSSMCAICL
EDYSVGEKLRVLPCRHKFHAACVDLWLTSWRTFCPVCKRDAMSGVSEFPATEATPLLSSAVRLPSRPSSFRSSVAASPPR
PISRHPSSHSVSRAYSVSSTPQSPNPFRSRTNLPGIHTSRSTADLANMSSPHPRISHLSSAHSLVGSHLSPPISIRYSLP
QLAQSGHGSLSPHVSSSYISNSGYGSSSYYYLGGSSQHGSYLRRCGESGPSLSTMAPQSPQQFQSEANVVAGTSSAQSFR
QSYLRHCGDSDASLSDMMSAQSLPQQFQSDANVAAGASSAQSLRQSYLRRCGDSDASLSDMTSAQSLPGC*         
>Sbic_08g021970                                                                 
MTKDTVLIAASVAALVVFSAATFLCSWRRRRRRAQSASQRRDAAGDDVELGHGRGGAAAGGIDEAVLAAYPTLLYSSSSS
EKEKDDEEAAARDGARGEPEEEEAAAGGAGSDAARCAVCLADYVDGDELRRLPGCRHAFHRGCVDQWLRRRPTCPVCRAP
PPSPPLAAAAKGAAAGSPAAEVAGSS*                                                     
>Sbic_08g021990                                                                 
MVELEAAFAVVSVLAVVTVAALLRACSRRAAPPARRRSSSSSSSSSQARTAAAAVFVGGVEDVEAGLDDAALRTLPKVVY
GEEKEDGAVAATKKAPAAACCAVCLGEYAAGDVLRVLPQCAHAFHQRCVDRWLRLHPTCPVCRSPPVTNPVATTAKPPPP
PS*                                                                             
>Sbic_09g001100                                                                 
MATPSSPSPTHSPTSSSSSYWCYQCDRFVRATAAPASPACPSCGGGFLEEMGAPPPPRPAYLRRHRAHNHHHHHHHHHHH
IAAAAADLRPRRARRGASGSTDSRASPFNPVIVLRRSPPTTAADGSSSPTATAGGSTFELFYDDGAGSGLRPLPDSMSDF
LMGSGFERLLDQLAQIEAGGLAAARARDAPPASKAAVESMPVVSVGASHVAADAHCAVCKEAFELGAEAREMPCAHIYHA
DCILPWLAIRNSCPVCRHEMPTDATPRAAANAGAAGEEEEATVGLTIWRLPGGGFAVGRFAGGRRPEERELPVVYTEMDG
GFNSGGAGAPRRISWGSRQTASTDRGTVRRFLRNVFACFGGRGSAASRSHAMPELDDDDASDHSAAFSRGGSRSRSTSWR
LEDGHAADAMVQR*                                                                  
>Sbic_09g004190                                                                 
MGVGAAEPKEPAAATAAGAPAEEAAAGGKEDKAAAVSCSICLDAVLAGAGERSTARLHCGHEFHLDCIGSAFNAKGVMQC
PNCRKIEKGNWLYANGSRSAHDVSMDEWAHDEDLYDVSYSEMPLRFHWCPFGRLAQLPSLFEEGESSPPITFHDFMGQHV
FTEQVAVSAAPGTTHPCPYVAYLHPLPPLTSSSSSHVPERTMDRPAYHDHWNPMAGPSDVRPMQTMQPADFHHSHWAHVP



HSYAQPNSNNEQPGIPFGTRAARVDGDSQRRASVVSPSYFSNGSGSRSRPPSVPPLMPQFMRAHGSISEQYQQNSSSSLF
AGAHRSGGMRPAPTPLPENPTFSLFPPGSSGHSSMETDDVGGSRFYAWERDRFAPYPLMPVDCETSWWTSQQQSHSTSEP
TSAPRRLFGQWLGVGRSSPEHRSPEGSSYRQMHSPRM*                                          
>Sbic_09g004760                                                                 
MAGHHHNNTHASRMDHVNRFQSEPQPFGPKLFMHSRTDAANGALSSGYGGAPIRPNDIPSSSHTGQSHIQHSDAPGTMLA
SYSGYPHAGSSSSIYAPHNTHHPPPLSYPHRSEDNFIPSSHMDDRRVALKRRNPIIHPVDGVNIGSSYAGSSSNPQFSRY
MPPNHIPAPEPCPSRITSNMGSRYWSDHPFGGHGGSQRNVRGRHDHNPIHLGHNPGVPCASSSTHGPPHQTNVIGHPRST
AVPQDRAHFSIPPRVAAPGTDGNSSMVFRERPYYSAPQRTNINAPPVPTPPGSSDSLHFVHGGYAPRAAPPNTISTYPAP
AFATSNNTVTVTHEPDIPSYRPAVPSYPPATSAAASSIHAEAATSPRHLGHVALGSGGSARSRRLRDSYHAFRPLIIEEN
NLRGPAAERFMMLDELVIHESREDSDPHWDMRLDIDDMSYEELLALGERIGNVNTGLADEKLSSCVMEITCCSSARTHGD
TESARCVICLEDYKFKDSIGKLKCGHDYHADCIKKWLQVKNACPVCKASAADDSGGTE*                     
>Sbic_09g004770                                                                 
MAMSLGRYDANVLLAAVTALSAAVAFVAALHLYARCLLLQRRRRVALAEAEGSSSPRVVVLQQRHRPPDGYVVEVVEGAG
ACGQQAAGLDAKALRALPVFTWESSEQGKGKGKEEGGGGVAELHEQQCAVCLGEMEDGELGRLLPACCHVFHVECIDTWL
GVSSTCPVCRTVAAAAAAAPPVADVDHGGEVVEPIAVVGC*                                       
>Sbic_09g005450                                                                 
MDALPVESERESQTDSHPLLMEHVIGIPRDDVASTSTPRRDNNDGMDHLPRDSESSSGTTAAYNSPNTPIARRDDNRRRR
QQSLNSGFWISIELAVNLSQIIAAICVLSVSRNEHPHAPLFEWVIGYTIGCIATLPHLYWRYLQRNQLPTVQGSNQNYVP
DNSFESNSFTGISPPHVSEAGVVTVTNGVSRNNTVTTNPRAQAFADHFKMALDCFFAVWFVVGNVWVFGGHSSSHDAPNL
YRLCIAFLTFSCIGYAMPFILCALICCCLPCIISLMGFREDLNENRGATSDAINALGTYKFKTKKPRNTEGNEGGGGVFA
PGTDKERAVSAEDAVCCICLARYVDNDDLRLLPCGHFFHKDCVDKWLKINALCPLCKAEIDIVPTTAPPAIGFGRRHSDN
RVGNDIESQR*                                                                     
>Sbic_09g008150                                                                 
MFFSGFSYHQQPGSPGDASAAPSDDRDHNLTVLLTFGIFFSFILLYLVAGVIWASVVTACAVTLSFCYLKIRQRGALRRR
TAMRAARPRSGGRTEALAAVVLSAIPAFVYKREGGIGGGGDATGWAQCVICLGLVQVGEVVRRLPVCNHLFHVECIDMWL
RSHSTCPICRAAVEPNAAGQPEPPPV*                                                     
>Sbic_09g010430                                                                 
MDPPAGGSDRRGPSQSAGFAPSGLRRYGLNFSASSLLQAPLAVLLEYSGVVQSGPALAAHHPSAGPSSPLSASEVDGLLS
AAAAVDGEVSIRIQGGPGDTEATGGPAAGTSSEDLIETTAGSEVDQASAAGRGAGATDAETNGGGAGTSGNGGGDRAYQR
YDVHHVARWIEQILPFSLLLLVVFIRQHLQGFFVTIWIAAVMFKSNDILRKQTALKGERKISVLIGITVIFMIHVFGVYW
WYRNDDLLRPLFMLPPKDIPPFWHAIFVIMVNDTTVRQAAMAVKCMLLLYYKNCRGRNYRRQGQMLTLVEYLLLLYRALL
PTPVWYRFFLNKEYGSLFSSLTTGLYLTFKLTSVVEKVQSFLAAVKALSRKDVHYGSYATAEQVLAAGDMCAICQEKMHV
PVLLRCKHIFCEDCVSEWFERERTCPLCRALVKPADIRSFGDGSTSLFFQLF*                           
>Sbic_09g016500                                                                 
MLPGPVLPPPPPPLVFIGSPSLPQSDPQSSSTGASVAIIIIVIIATITLTTCFVLLRRGCLRRQGRLSSSSFSCCSSESG
MRSAASAAVASAVSSVARSAEGPVEGSELVASVPVSAEMPKGGMDTLVPSALYLPEVERLILELLSLPAVPMKPGSRDCA
MCREFLPTDVLLILPLCSHMFHQSCIINWLRHTTPSCCPSCHASITIPGSNKTEVAPTFCSVEYDIESQMLMPTPPGEAV
AEAVGGDHGWLRSSLDRLSGSWRGCSSNCATAAVVPVSSRCTTGSWSQGSNGRFDNDSDCAKVQEPLPVTDGKEVPETVR
GSVGWLRSLATLSGSWSGCSSSYSSEMGLPVTSRHVTETLASSGRSETDTWSRRWDLEAAMPTPERPSFRSSANFLIKIS
CFLCRLNYCSKRRE*                                                                 
>Sbic_09g017860                                                                 
MDEAMSPSPRAGGGAGGIHWEAHGRLLTACLVALNVFLVLLVYVYFWRFFSRSRSRGGGGEDDDDDASSVASSPPASPKA
RDRREVELAITALPVFVHSSSSSGGGGGAGPAAASAECAICIAEFADGDEGRLLPRCGHPFHARCVDTWFRFHTTCPLCR
ATVLADAAPPEEPAPAQTANQPPPQQIQHRTDTTNSTDAHTDSPV*                                  
>Sbic_09g017880                                                                 
MSTTLGSGSVSPAAGAASAAPEVEGHWAPHGAVLTACVVGINVLVILLIFGFFWRFFSGRGGPSPSASGGAADDDEDEDS
LPVASPWAAYRYRHEGHGAPQSTPVEDVASSLPVSVYSSAGAGAGEGGGGGKAPECAVCIVELRDGDSVRVLPRCGHRFH
ADCVGAWLRLHATCPLCRGRVVAPAAAAVADESRNAKDDDDDDCPV*                                 
>Sbic_09g017890                                                                 
MSTVGSGSLSPPAAAASSPPAVVEDTSSHWAPHGPVLTACVVGINVLMILLIFFFFWRYFSGKRRGPSSASSGDDDGASS
SASLPVASPWAWAASRHQRRSSKDHGPQPVDDVASALPVYVYSSSAGGGGEGEGGGSGNGKAPECAVCIVELRDGDSARL
LPRCGHRFHADCVGAWLRLHATCPLCRASVVPPPRAAAAAADDESMDDAKDDGGSGGGADCPV*                
>Sbic_09g019240                                                                 
MGSGSSKATTTSSSSSSSSSSRTLAEAAGGEVKRPNGSGKGRRGRSLLPSSSCFRGSTTPPCEGDASAAPVDVECNKGGE
TASLPSLTHTAKSDEDVLAMPKSYPGEGVAVPSSDSERDQDDDVLQNAAATSTSTAANQLPNPSGRSRPRFGVNFGLSRA
VSLGSSAACSILSSGLPTSANPGEGRRDVDDSSDTGISQQGTAPTAGIDSTLDMLRDSVTAQARAARQARRNLLESEDAS
LRSSYRRMGSQEPFEGSVRFSRTLSVGRLRDRVLRRPPFSDGLFTPSLLYDRAVWPSGNASARQDSAVMQRTNSDRSSEP
RSDPSTNDMYNLSSERQASNSDLLERRSAFLERRRRIRSQVRALQRLGSRFENLSGHERSCILSGQHRTGNCNCRTGSRQ
GNPDEETSTRASISRIVMLAEALFEVLDEIHHQSAALSSSRPSFSSIGSVPAPREIVERLPAKVYRKPLKYQSDEAAQCY
ICLVEYEEGDCLRILPCHHEFHLTCVDKWLKEIHRVCPLCRGDVCRSDAPSRKVS*                        
>Sbic_09g020130                                                                 
MAALLNVPAAHLPGLARALAADARRLRSRLAFLLLSTPHFARALARLRSMPLPAKAALLGRALLRSLVLLLPALCPDHDA



YHHLLLQPPDLDAALLLLAMCDSYSPAAASSSPVDWRAVIVDDVVASALSVSGLGATPWAALCPYVDAAAKCRRFADVAA
VAAGSDGGTTTKDGEGSGAASYAAVLALPPAAGDGAPCAICREEMVARGRGRGVCGLRPCGHRFHWRCALRWLARRNTCP
CCRAELPAEDPLAETRRLWRGVERMARGG*                                                  
>Sbic_09g023050                                                                 
MAAQETAAGTGGGAPQVVTRWRYGDVGDSNFAVHGRAVPLLVGLLCAIVFFVALCLYLRWRCHRYAPADDDPEAGDASSS
SAAAASLPGLDADAIRRLPVTLYRPPAAMPPPSAPRLAVPGEKAEAEAEAEANDDDDQAAEALCSICISALVAGEKVKVL
PPCGHCFHPDCVDAWLRSQPSCPLCRCLLAASVAAAKADGANDAV*                                  
>Sbic_09g023450                                                                 
MDRRDGSKAPALAAVNGTGGGVGGAPGVDATFDTNTVILLAALFLALLFAIALNSLARCALWCGGRAADGGGGGGEGASS
SSVGGASSCAGVRGGIKKRALRSIPVEVYVGREEEAGAGAGAGEEEEEDVCAICLGEFADGEKVRVLPRCGHGFHVPCVD
AWLLSRGSCPTCRRPVMDGKPKPAKGGGRGGGQSRRPPDSDTIAVVIA*                               
>Sbic_09g023840                                                                 
MTEAAVTRYWCHGCEKAIEEAMGEEIKCPFCDGGFIEEMIGEEFEGLVSQQSERDLSQWGTSNNPFEQPGSAADSEDEDD
DDDDIGREFEGFIRRHGRASALRRVLDSIQDDLRADRERDHSVLINAFNQALALQGSVLDADEARDDQGGSNNDDGLLEE
YVLGAGLSLLLQHLAENDPNRYGTPPAKKEAVEALPTVQIAEVVSCSVCLDDLELGSHAKQMPCEHKFHSPCILPWLELH
SSCPVCRFELPSEETKDLNEPSNVDRTESTQEEVRADGPENDSESSNRAWALVPWFSGLFSTPEPQTARGAFTDQQTPSA
SGTNPNAGES*                                                                     
>Sbic_09g026220                                                                 
MSLLDSLASLGLGYAIAIALGFLVLLASVLLASYFCLRRGGAGDLFGPGVGVGVGSARHAASSASSSGHISITVPRVVFV
AEDYDSPGSSSRGAAAAASPVGLDPSVIASYPRVPFSKAGAGAGADAEVACSICLCEYREGEMLRVMPECRHRFHLTCLD
AWLRRSASCPVCRSSPIPTPVATPLSTPLSELVPLSQYAADRRRSR*                                 
>Sbic_09g026590                                                                 
MGPINGRRLKLLAAVALAGAAVDSVTAQQGKGPDYFNPKNFNPSMAIVMVVLVTAFFLLGFFSIYLRRCAGPPLGGPDDD
DEYPVGLGRRPGVGFTYASASRSRRMRGLDRAVLDSFPTMAYADVRAHKAGKGALECAVCLCEFDDDDTLRLLPRCAHAF
HTDCIDAWLASHVTCPVCRAVLAAPDAADAPAAPATERDQVVPPVPAAPPDQAVVDADAAAGETEDQRVRREEAAELMRI
GSVKRALALRGKSGRRPAQFPRSHTTGHSLAVAAPSHSPSSTLDSERYTLRLPDHVLREAIAAGNLRRSASVQTGGDGTT
TRRGYGRSVRLGNSGRWSNMSLLARTFSARLPVWGSVRRGEADAPAKGAKFAGDDGKAVEQCDGGACSLGAHV*      
>Sbic_09g027550                                                                 
MARDGGGGVGSPVAVRRRVALRALLASGGQAETEAARAPGMGLLRGLRCTSAAASQAIAPETPRPPADWRGLGCAAASQA
HAPEAARPAAEWRGPLGCASAAAAQANAPVGAPAPRRSEEWRGRRRRNGRERRKARGGGAGVSGGTGAGVGVGGGDVWCT
PGIPFAAEASSVDCVVAPHQTVATRRRAEADRPRRERPGAPPARRVTMREHMSSSPLSSPPHHDMPFVDADRAPSGRIRH
ISGRRHARAEEEMMFRTRILLGRMGIYDQYQDWRLDVDNMTYEELLDLEDRIGYVSTGLREDEIIQSLRMVKYSAFNPKH
FSTEMDRRCSICQEEFEANEETGKLSCGHTYHVHCIKQWLSRKNACPVCKTTVSKT*                       
>Sbic_09g027620                                                                 
MQKIESHFNDEEIKVLPKARIKFSPEKQRELMYQSLCVMPLKLLERVLPWFVVKLNEAEAVSFLQNMRLAAPSSETALVT
LLSGWACKGRLEDTSNPGKFICTSGAVGCASDGNGSETCQSFCPCYVSSNGAFSKPVKRASHGESSTNINRSHCSQDTEA
SPCNNRPCYIPRLRVESSYLGVNSSTPAKSFRSLPYNNSAPSLYSSLFSWETDALSSGPDNISKPIDTIFKFHKAIRKDL
EFLDVESGKLIDGNESCLRQFIGRFRLLWGLYRAHSNAEDEIVFPALESKETLHNVSHSYTLDHKQEEELFQDISIVLSE
LSQLHDGLSHPLDVEAGTNDISNNEIDWAKKRNELLTKLQGLCKSIHVTLSNHVHREELELWPLFDKHFSVDEQDKIIGR
IIGTTGAEVLQSMLPWVTSALSLEEQNMMLDTWKQATKNTMFDEWLNEWWKGPSTSSDPSDKASTLSEENDFQENFEQND
QMFRPGWKDIFRMNQSDLEAEIRKVSRDSTLDPRRKAYLIQNLMTSRWIAAQQKSPQPSVEGHNGCTRRPGCVPSYRDPE
KQIFGCEHYKRNCKLVAACCNKLFTCRFCHDKVSDHTMDRKSVVEMMCMLCLNVQPVGPNCQSPSCNGLSMAKYYCSICK
FFDDERSVYHCPFCNLCRLGSGLGTDFFHCMKCNCCLGIKMIEHKCREKMLEMNCPICCDFLFTSSAPVKGLPCGHFMHS
ACFQAYTCTHYTCPICCKSLGDMTVYFGMLDGLLAAEQLPEEYRDRCQDILCNDCERKGRSRFHWLYHKCGSCGSYNTRV
IKTDTAECSTSN*                                                                   
>Sbic_09g028550                                                                 
MHPPLINQANNGSLRILPYQNATVMDHSRIYEAGHVIDEHRDMRLDVDNMTYEELVALQEQIGDVNTGLTESYIQENLRS
TFYVPGAASIPDQFSELSLENDACIICQEEYEAKELIGTLGCGHKYHVNCIKQWLMIKNLCPICKTTALSSDRRNG*   
>Sbic_09g030900                                                                 
MALPVPGQQLALLAVLFSAAAVAAAQPTTDELSASPAADNNSAPAGVGIKVSFRPRVAIVVGIFTMIFSLTFILLMYAKF
CHPSSSPSPAASALVGGGETGGNNGAAAAAAAVGVPKQVIESLPFFRFATLRGARQGMECSVCLARFDDADLLRLLPRCH
HAFHLDCVDRWLQSSASCPLCRTSVDADDATLGLKYPSSARIVFGGDALSSGRFDDAAAAAAAGTAGSGRDLLDIFVERV
PGPDTKPQQQQQQQVGDVDDEEEAISSSVALPPGQELDRHKHRIIVSDVVFKSRWSELNSADLIALDMEMLRSMSSSSGR
FVFPPDSPYCPEYSNEAQQAPNNKEIAAEEEEEEDEDGVVPTTSRKRLLKPVVVVDARLGGGCSSGSAVSASAARMISSG
VRSMSEIVSLPRLRAAARERLSEEENRNRRWLPIARRTARWFAGRASRGQQQEEEEEEEHRAVHVVAAEHDDV*      
>Sbic_10g000250                                                                 
MSSSPAALGFYCHQCDRNVSIAPPASPDADVLCPRCGGGFVEELPPNPSPPPPPPSAAFFASPSFDLRHPSDLSAFFGPT
SPEPLAPGLFDPSNFLHDHFGGLLSGGATIQIVLEGGPGLAAPPGLNLADYFVGSAGLEQLIQQLAENDPNRYGTPPAAK
SAVASLPDVAVSADMMQADGGAQCAVCMDDFHLGAAAKQLPCKHVFHKDCILPWLDLHSSCPVCRFELPTDDPDYNHTHQ
QQHAASPAPAPAPAASSSPRVAERRFRISLPWPLRAAFGAAQAESSNPNNYDTPPSWSGGNDNDNDAGGGPQSQTGYDDL
D*                                                                              
>Sbic_10g000810                                                                 



MPKLVLHLLFLLGHLRRLSSWLLRLAGASADADSWASASDADHHPRHPAAAQRLEEHSPAVRFDSLSSGGSSSATAGEVP
RPLPEGCCVCLGDFHAAAEVRRARGCRHVFHRACLDRWAAHGHRTCPLCRTQLLPPPLLLPLPLPLPLPPS*        
>Sbic_10g001550                                                                 
MATVGQSGALRRVTVHYANSPTRSTVAEVSLDDFDDELLQFVLADLLPGQEGLHQSILEGAYSNQNHMRGAGPHAPYDYS
QAQEYHGESSTAAAATATRNSGTDQQIASDFEYAKQLQQEMEDLSVEDDDGDDISCVPSPSDSDDDHDHHDEEEEADRQD
GNGDDDDDVDPDNMTYEQRQALVESVGTEDRGLSDELISYLQPWKYKAVKASGFFSRKTNHEDCPICLSTFRSRETMITL
PCRHHYHAACVTKWLKVNKTCPVCKYELFGHS*                                               
>Sbic_10g003130                                                                 
METFGAAVDGEDDDFLDQQPDQGGDDDDDFLHQQPWQGEDEDCFTSESDDDDDYDYRSTDDDDDFWSTQGDDDDDFMPDD
DDDPFPVHAPPAAASEAAIAALEAAEAPADDCCPVCLQDGGEAPDEPAARPWSRVAPCGHRFHAACVDKWLRVKLTCPVC
RCPAAPAAAAAACRRDAAAPEPPRTIPDIVEEFLAMGYEEALAFDKSPRWMEYIADRHQEFFPSAGAA*           
>Sbic_10g003830                                                                 
MFTPGGGAAALPGNPPSPAASRRTNGYAYESRVLIALLLASALMFFLTYQLFGPAAATAVVVLFLVFALAAHRVRISRSF
PFLHLSTRSLPDGEPGMDAVATSALPAAFRYKREDAAATGWAQCAICLGLVAIGDAVRRLPTCGHLFHAACIDQWLRAHA
TCPMCRAAVGAAVPELPV*                                                             
>Sbic_10g004710                                                                 
MLLLLGLATGLAVAGEAEKQQQDGGGGAASSGGGGGHGSKISPAVLFVVVIAAVVLFVSCLLHLVVRLLLRRGRARARAE
ADGGVDAAGGGGGGGEESALQRQLQQLFHLHDAGLDQDVIDALPVFLYREVAVGAGAKEPFDCAVCLCEFAGEDRLRLLP
LCGHAFHIDCIDTWLLSNSTCPLCRCALGADVAAALFDGFDEEGGGWKHEDAVLPVRLGKFKNLSRAAPGPIHDGAGIVT
RESGETSSSSSSLDARRCYSMGSYQYVLAEASLQVSVHRRHGDGHARAGARLRGVGSNPAGTETGGSGGTEGKRIGAGSK
GDSFSVSKIWQWPRNGKGKLPVLASDDSPAMNMNGGRLPWQRPSPGDS*                               
>Sbic_10g005450                                                                 
MVIMAGMLPGVECARRRRLRQGAEAAGGGTRRSSFCLYAAGHGGAGGLGGGGNSGKQQRSGVMEMIHGWTLDSNAREAKE
RLDQKLRSKREAAIKRHHSTGSIKLSRPHRSGSGGTAASAGAVADERGECSAMSGVQREVYSKKGVMRRLMRWSRPRWAA
AEQAECAVCLDEFRAGDVLAHLPCGHRFHWSCALPWLEGTSRCPFCRAAVDAAAASNN*MVIMAGMLPGVECARRRRLRQ
GAEAAGGGTRRSSFCLYAAGHGGAGGLGGGGNSGKQRSGVMEMIHGWTLDSNAREAKERLDQKLRSKREAAIKRHHSTGS
IKLSRPHRSGSGGTAASAGAVADERGECSAMSGVQREVYSKKGVMRRLMRWSRPRWAAAEQAECAVCLDEFRAGDVLAHL
PCGHRFHWSCALPWLEGTSRCPFCRAAVDAAAASNN*                                           
>Sbic_10g005930                                                                 
MDASPAPPPPGSPAIERKLSPGVLLLIAILAMVFFIFGLLNLLAQNLLRLRRARRRRRRVGDAAAATAPDGSSPTAFQGE
LRQLFHLHDAGVDQSFIDALPVFPYRAVAVVRRARAAAKDGDDGEPFDCAVCLCEFADDDKLRLLPTCGHAFHVPCIDAW
LLSHSTCPLCRGSILAAEADYSYSSPSPSSASSLLLLHHHSYGLAETTATGDGGDCDPGAGDGGDESNKDDAVEEIVEVK
LGKLRCVDGGNASARDLAPDGTGSSGGNGRGSLGQRRCLSMGSYEYVMDDHAALRVTIKATPKRRPASSRSSSRRRHALS
ACDLGCPKKAGAWETAVTEAAAASLSRDSFSTSKIWMASVARREEDGRRPGPAWEMAPAGERRAASFRWPAIASGCKRYR
RDEEPCDVEAGGSGDSAVSSLEEERPPSVARAAMLWVAGGRQGSHS*                                 
>Sbic_10g006200                                                                 
MIPQTSSVSSSASASAAPTPPVWPSPSGSGGDGMFPGSVSNSGGQQQLAISNGVLLAAVIFLFMVVVFVFLLYLYAKRYL
GANPLLAPTSPSSRFLFVAASPLPQRGLPASVLRSLPVTVYAAAGAGSPRDKEKADALECAVCLSEVADGEKVRTLPKCG
HGFHVECIDMWFHSHDTCPLCRAPVGGAGAGELDALPREEPSGASLEFPVFPTNVLFWGTNDEVTNAGLATPPPPPPHPI
ASAAASASSSASSGRRKENQLVIDIPTRPVALNTPPMNSPLPASRMPGTADDMRSPVSARLRSLRRLLSRGKQAVVGTSS
YSPSPRGGAGGDIEQGIAGADAARAPKTPKTPPSSAN*                                          
>Sbic_10g007000                                                                 
MSTGAAGGVRRRRRTWRLYWCYVCGRAVRAVSYPTSDVFCPRCFGRFLHEIDLPAPRPVVPPADQFFQPPFLPHDGPRRW
VIYTGDASADPTADDADTPLRRRRRRVPSPPPAPATRRPDEDEDDYDVDAPPPLPPPPVGWDEFFIGANLDALIERLTQD
DRPGPAPAPESAIESLPTVQVSPANLSDGSQCPVCKEEFELGEAARELPCKHAYHTDCIVPWLRLHNSCPVCRQELPQQP
ADGAQDDGGREEGSGEMETETEAPPGPVVMAGWGPLAWLPLSRGPDGDGRVRNEANDGDGDGDADAAGGGSCAPAILQSF
VVVAACFVVLSFFV*                                                                 
>Sbic_10g007490                                                                 
MTTTPRHHAASSPPLAVLTLLLLLLLLLDTPAAAQQQSPSRDKDNGGGAVGGGGESMPGQSPSFSAPMIVLLVALIAAFF
FIGFFSVYMRRCGRGAPAGPGIPAAALLALSRQEQRDRDQQQQQQQRGLDPAVVASFPTMRYADAKELRVGGGKDVALEC
AVCLSEFEDDEELRLLPSCSHAFHPDCIGEWLAGHVTCPVCRCNLDPEAETAAAEAATSSSEATATGEAQQQRDQMAIDV
SHHGAEEEEEEEEEDRKRREEAMELERIGSQRRALRSRSGRPAAPPVPVPRSHSTGHSLATRLDGDLERFTLCLPEHVRR
EMVAAAGEESLRRTGPRDARGGNGGARSARLGWSDRWPSFITRTFSSRVPFWSASSRRAPDLAEAAVAAGTTGGATTART
RREKTGGAASDGGSVTPAKGSVRFDCLGGVAPGVTGARVGAAAGDSETEEDVDEDDEEKAIARQRQA*            
>Sbic_10g008240                                                                 
MEVPPLPTAAAEEERRSVATGPCLPRLLSGVLSGALTGIFAVAGGLTGAFTGALAGRASDSGVLRGAGLGAFAGAVLSIE
VLEASRAYWRADRSSPQSTSSMGDFIEQLLHARFVQEQYEPSAYMAYRWQVGIADNDDLFDVLEDVLSEGLSQDTLKKLP
RHVVTEQKQESIGENVSCAICLQDVVSGETVRKLPKCSHTFHQPCVDRWFIDHGSCPVCRQDV*                
>Sbic_10g008340                                                                 
MAEPAASSSSSSGSFAPRRLYGAGVVRDELPYSGLAAAPPPPLPPVQVQVAASGGGGGGKISPAVLFIIVILAVVFFISG
LLHLLVRVLVKKQHRRGGRGGTASASAAARGAGGGEAGGADVALQRQLQQLFHLHDSGLDQAFIDALPVFAYREIVVGGG
GDGDKEPFDCAVCLCEFDAEDRLRLLPLCGHAFHLNCIDTWLLSNSTCPLCRGVLFVPGLMGEDTPMFDFEERLEEGRLS



EDCDDGFGXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXSSSSSLDGRRCFSMGTYQY
VLGASELRVALQPGRIRNGAGGAMRGRPPGLSSINADIMEGKKICARNKGESFSVSKIWQWSNLKGKLPAGSDECSDAGS
LPWMKRGGAADTSNL*                                                                
>Sbic_10g009860                                                                 
MTNPAAILSVALLIVGVSLMLAVHILVVFWALRRGLGSRDTGQHANHQDQERVEDGHGRRGLSPGELVTLPCHDFKAADG
EAAGDCAVCLEAFQAGDRCRQLPRCEHCFHAECVDSWLRKSSKCPVCRADVVDRPPKGEAKAAASGPGVVEMAGRRSSNA
ALEIVTER*                                                                       
>Sbic_10g011070                                                                 
MIRLQTYAAFSLLATASAVYYAFSSREQFYPAMVYLSTSKICFVLLLNTGLVAMCVAWQLVKRLFLGSLREAEVERLNEQ
AWREVVEILFAVTIFRQDFSVSFLAMVAALLLIKALHWLAQKRVEYIETTPSVPLLSHIRIVSFMAFLLIVDCLFLSNSL
RSLIQKWEASVAIFFSFEYMILATSTVSTFVKYVFYVSDMLMEGQWERKAVYTFYLELISDLVHLSLYMLFFIAIFLNYG
VPLHLIRELYETFRNFRIRIADYVRYRKITSNMNERFPDATAEELNASDATCIICREEMTTAKKLLCGHLFHVHCLRSWL
ERQHTCPTCRAPIIPPDSGRSASARQHGGQPGVQPAAGTDTPASEAAQGDNMSRRQAKLEAAAAAASLYGRSLVYPPANT
LNRSGPQSTSSTPQSEASNSNQSQKDQELQIQNSSDGLAPSPFSAHGAIGSGPSTSNLENSLQKAQENFIKSQIEMLQIQ
LQMIRRGAAVSVTNSGNDEHKRND*                                                       
>Sbic_10g012170                                                                 
MATKKVLCKFFMHGACLKGEYCEFSHDWSDQANNVCTFYQKGACSYGSRCRYDHVKVSRNPTVPPPPSTSSAARRVTSNS
LQLLSYSHAPHTGHQTDSSNQRHQISVDVLAHSASKPAWRNDFQHDIVSDDGIDWSSNRNLLNETSLKPADLPICSFAAA
GNCPYGEGCPQMHGDLCATCGKMCLHPHRPDEREEHIKVCEKNHKRLEALKRSQEIECSVCLDRVLSKPTAAERKFGLLS
ECDHPFCIACIRNWRSNSPASGMDVNSALRACPICRKLSYYVIPSVLWYFSKEEKEEITESYKSKLKSIDCKYFDFGTGS
CPFGTSCFYRHAYRDGRLEEVVLRHLDADDGSTVIAKDIRLSDFLGRMHL*                             
>Sbic_10g020965                                                                 
MAGASASTTAQYAGIGVFVAIVLYVLLDLTRRSFNSVSLTRRHGANADAVVAAVTGSARPRPVQTLGLHPDDVAVLPTFT
YRAASPPDSRVNNAKGAAVAVAAAADCCSVCLDELREGALVRMLPSCKHYFHAECVDVWLLSRATCPVCRGSPGPEKVRL
GVASLSPPLPQLRRFGAASVSVSPEGGETSGAKQTVSSSSRSPSPAPFSSVGGQFVAFICKERGASRSPYEGGDSGIWIV
DLTVDDRGEKFK                                                                    
>Sbic_10g020970                                                                 
MSTAVSPPPDPLADAPEAPGTSSSNFTLLYIIIAVLAGVILYMAIRHCQSVLAEWRRLQAGGHAEAEASGTRLIGLSADD
IAALPTFTYRARDASASPSHGGGRRSRSKGRTTPGRAGAAVECVVCLQEMEDGDVVRVLPACRHFFHGGCIDAWLRAHST
CPVCRAHPEPQRPRLAEAAMSMSMSPPLPQLRRCGVSPERPTASRVLADILAQSPLRNSCSCSTSGFGENITVSKSPSPR
LHFGSRTPSPTPQVYGRLDGTCSKTAPPGVSEIVVVPSKSPSPMRFSTSRQLTARSVGTLESIEVIASASPSPAPIREDG
GGSLSKSQ*                                                                       
>Sbic_10g020980                                                                 
MPSVHRSRLLAAGHAAPAPDEADVRLCSVLLASFLSLMLLCGVLSLLSRASGDGGAFPTKVYVIVGPTAIMLVLVFLCWL
VSYGIRALATPPQAPAPARLARRLCACGLSDAASVAALPAFPFQPAPAPAPASEGEGEGEGERQAPPRGSGVLCAVCLED
VRAGEMVRQLPACRHVFHVDCVDVWLRSHRTCPLCRCELPRRKATAQAQQTVTTVTPEALPLPPV*              
>Sbic_10g020990                                                                 
MLTTLHARPPVASAVDAGGEDHCESCAFYCFVASCVSLLLFIVLAAAVSVSRACAIAGAVVLLLGLVGWLAPTGNDGAAG
GGAAQQQQHERQAAVRHQCVCGGLADAAIAALMPTFAYEPPAAAAAEKGGDDGKPRGSTSVLCAVCLEDVRAGEMVRQLP
ACRHLFHVDCVDAWLRAHRTCPLCRCHLSPGNVHAKAPAAVAESSVDALPPV*                           
>Sbic_10g021020                                                                 
MSSAAAAEYPWRSQVLGEAVAAQRSRSRSALVLASYPLLLLLVILAAFVRYLWVALTMYCALLFALSCAARSLSVRSAAA
SAARVSRGGLSATAIAAVAPAFPYKDDAAAAQCAVCLEGMKDGEAARRLPACSHAFHAGCIDMWLDSHATCPVCRSHVVP
LPRKAGKQPPPELLLVHPSPEPPLPPV*                                                    
>Sbic_10g021050                                                                 
MDLPWLDLPFTFLTLLLATRLAYDYYGDVAAAFAGGFSIQVFLFYCFARWYRHAVAGRAGDGAGGRDDPSPSARPQQQQQ
GDADAPPVLTPLLGSSPDGGVRPSTLANRCFAVVFMVFVPLVIVVFERSQADVVAYVLCLANIIVMVVWLSPDTGSTVSA
AKSFLRLSDDEDDGSGGSAGGAEDKCCVCLAGMREDQALRALPRCGHRFHDKCIGKWLKAHPTCPVCRATAVAPPLHSGG
SDPLDDDISPV*                                                                    
>Sbic_10g021070                                                                 
MVLKLAMIVLPPLMVTIVVLSLIGASWDVMARVTVVLVAFLLVIGLCDRMRQGQQLAAAESMAAAHPQESSALGLGASAI
ASLPVYKYEKKSGGGSDECSICLAEMKPMETVKQLPVCTHLFHEGCIDLWLWSHRTCPVCRSPVVVAVAPASVEIHVRHQ
DSS*                                                                            
>Sbic_10g021077                                                                 
MSQPPSSPPPPPPPQRSPPRTLAISLVVSLLFISSAILLVTATTAFMLCYCRRRRDRRGSESEHRVTGATASGGIDAAAA
AIRSLPGVEMTLPAFSYAPQDVVEHGGGSALECAVCLGAVKEGEMVRQLPACMHVYHVGCIDRWLAAHQTCP        
>Sbic_10g021080                                                                 
MAKSFVPTPTIPQSENRPATSSIGTLIFSYTCAGLTGTALFAVIFFYCYQHMFRRRAPVTAAGAESNPGLEGHHIGVDIT
KLPEFAYTQSSRRRGTGDGAQCSVCLGAVQAGEMVRRLPLCKHLYHVECIDMWLASHATCPICRSDVEPPREASTEPPET
LPV*                                                                            
>Sbic_10g021085                                                                 
ATVSDQSRRHSKQQQRRAAPAPAPEGEPRRASPASDLPSFAYSRSVRHNVTSGGSEEGAATCSVCLAAFQVGETVRLLPV



CLHLYHVECIDPWLDVH*                                                              
>Sbic_10g021090                                                                 
MAVYLPPGFPFIPPPPPPRSLWSPPPPPTRHGQFSPAPRDNNATSPGGVIAGVVISVGAFLLVLSFVCSLCQGYRNSRAN
AAAAAALAARPQAPPQPQYWDNDEHWLRRHRSDDLVDDGDGPTRRASPTAGLPSFTYNRAVRHNVTGGGDEAATTCSVCL
GAFQAGETVRLLPVCLHLYHVECIDPWLEAHSTCPLCRSGTEDPTMHGDLLPPV*                         
>Sbic_10g021120                                                                 
MQLAVSPDNLLFFCSVTASVAAAFALVSLCRHLAHRRPQQEPSAYDGGLAASSGGRGSAESSEEEDQLLPLSAAAAALPP
FMYNRLVRHSGKGASWTETECAVCLGVIQVGAMVKLLPACSHVYHRDCIDLWLSLSSRSTCPLCRCRVGAASVAGAGQET
TTHRQLAQAQPSPA*                                                                 
>Sbic_10g024780                                                                 
MADFDDELFLDVGDDGFGDLSYVSFSESIELDLDCPRHVLSPGFDPETLTPTPGSPISFDSDPDLRGLSPSLTRSPPFWD
CLEDDAASFEWEEIADAAPGVGSGGGGGGGGGGGVGGGGLEGETDADVFGFLDEREMLGVMEGIDSGDDDSIFSDEPPFD
FGDDDAELEGIFRSGVGWELLPASLDDEFEILPEHVVDVGGAPPAARAAVERLQVVAVRGEEAAQGCAVCKEGMEQGELA
TGLPCGHFYHGACIGPWLAIRNTCPVCRYELPTDDPEYERRRARRRSAGGSTPQLGTRTPMRI*                
>Sbic_10g026650                                                                 
MSNCSNLTAARAPAPGAPRAPPSPLDYDVVVILAAMLCALVCALGLNSMLQCVVRCTRRAVSDPAAWVAHRRANAGLKRE
EVVALPVATYVASPAPAGCAICLSDFADGERIRVLPVCGHRFHVVCIDRWLVSHCSCPTCRRRLSSDSAVGGHDRLQVLT
AV*                                                                             
>Sbic_10g027410                                                                 
MDDAVRTADPSTARWGRRSTLLLMWSLAELVTILVYAFAGRLWGFVVAGVLLALVFIFTCYYYLRRTRGSEESTTVGQQQ
QNEVNGDGVGVGLSQGDIEAIPAFEYCAAGADAGGGSGSEPSSWSSVEECAVCISVLRDGETVRRLTACGHAFHARCING
WLRGHATCPICRAGIKVVAGDGEPSPVAAAV*                                                
>Sbic_10g028510                                                                 
MDESSCRSTTPVGFLRRGSGISLRNQSNEDRPSQYNKQPGKSSNLNPVKSRFTENKEKPRYFQGPFHSSGSRASSVSSSK
APVRKYCDERQKRPFLAETDIAESSNRRTEVRCLQRGKKASVFGDGHPYMQKGTSEASSSSTTTEESLPEEHDLGVLDVS
GSSGNSAHAVNSRNTALSAMAHRQKDKEELNSGSHQGASTFVRRRTLPQSFTTGVKSSTAPSTNITGAQRRGLKNLGCTS
ISDVLPSGCSSSDSVRDRRVEVTKKRTSDAESSSRSRGISEQSNLSQPRASYPGSTGPRARAVEQLASQQIARTNSRSIQ
DPTDSIRTRRPFTLRARERMIPGEREDSVFALHETVASVHPECGHFHTDGAPPERLGRPFYAELPHAIYSSNRQGSSSQT
ARRRSTSRTEESPQRMFHGMFGERDGYRHVSMEGIAQALLALDRIEHDDELTYEQLLVLETNLLLSGLDLHDQHEDLRLD
IDNMSYEELLALEDHIGSVSTALTEEQFAKCVNQSVYEARNSGRDVNKIAADDVKCSICQEEYIEGEEIGTMQCEHQYHV
CCIHEWLRQKNWCPICKASAIPSEMNKGDA*                                                 
>Sbic_10g028540                                                                 
MERTRRLLLSDYDGAIESPLPSPPPPSSATPFRPGVAVVVGILTSVFSITFLLLLYAKHCKRSAAESSGPYGSAGGSGSS
GAGGAGGGDRRNSGVDRAVVESLPVFRFGALRGQKEGLECAVCLGRFEPTEALRLLPKCRHGFHVECVDTWLDAHSTCPL
CRSRVDPEDVLLLPEPPKPSTTGPPDPPETKVAAAKESAPAPPPAPAPTPVQSGRRISGRHSTGSVRAPGRVGPASRRSA
DGGVAVGCFDGAAKARKDRVLLVEPAAMVAEPDPVALDRRFGHRILVSTAGGCEGETAPAAQQRWSDLRPSDLMFVRAEF
LVTEAGRYSCSAAVVNSGGNARSAIGVRSLSELAAGVRRLPPIRAGACEGEPRAAGGGARRWPGSSWWAPRGATPGRNGP
IA*                                                                             
>Sbic_10g030310                                                                 
MDPSGGAFLPQLQAGSSSFPRSSSNTSLARTGSAGRGRGGTRGRKMMRRVCRGVITFIFAIAGLFLGAVTGGLIGLATES
GLFRGTGIGAITGALVSIEVVDSSIRLWQSRRSGIWSILYVLNVIYSLLTGRLVREKVDPAVQRVVRSQMNAVDSSPFRE
SPDLFEVEATNGMPRASIDKLPESWITEEYRRDAVGDLSGCSVCLQDFQVGEKVRSLPDCWHVFHVPCIDGWLIKHGSCP
LCRRKL*                                                                         
>Sbic_10g030990                                                                 
MPRAPASLRLQAAASTATATPSQQQASSSSPPQQQQQQAAVSVDSDMVVILASFLCALVCVLGLALVSRCACRLCGRGPA
AASSSAQQEQAPPPKGLKKKAIDALPTVPFTAAASSSSDCAICLAEFAEGDALRVLPRCDHAFHVACVDAWLRTRATCPS
CRAGIVAAPAQQLPQPPVVSPGGACGRCGHVLMAASPAPGYDTFLP*                                 
>Osat_ChrSy_fgenesh_mRNA_71                                                     
MAVAKWERAKRALATRLCVRAPRVRAAAAEAEGEGEEGEGRGRSVAASPPAHVASSRRLSRCGSRSSTKICAICLGGMCS
GNGQALFTAECSHKFHFHCISSSVRHGNTVCPICRAVWKELPFQGPLPAAAAADASLLGTARVNPHPLDDRHQHQRMAVV
RRLSRGDSVTRQWQLPIFRTLDGGIFDDDEQLDLHPAEDVVGTQDVDSIVADEMAPASVGITTYAAFPAMEESVMVEEFA
VLIHLKAPSSPATVTSRAPIDLVTVLDVSWSMAGTKLALLKRAMSFVIQALGPGDRLSVVTFSSSARRLFPLRKMTESGR
QRALQRVSSLVADGGTNIADALRKAARVMEDRRERNPVCSIVLLSDGRDTYTVPVPRGGGGGGDQPDYAVLVPSSLLPGG
GSARHVQVHAFGFGADHDSPAMHSIAEMSGGTFSFIDAAGSIQDAFAQCIGGLLSVVAQELRLSVECGDDGVLLTSVRSG
GYASHVDGDGRGGFVDVGDLYADEERDFLVTVRVPAARGVSALITPSCTYRSTATMETVRVGGDTVTVPRTVDAPVGYDG
MSPEVERELHRVQATEDMAAARAAAERGDFELAAAILDERRGVLEFAGGRRPAVPWRWRRS*                  
>Osat_LOC_Os01g06590                                                            
MARHHGNHSLLPEMVQPNNEQLNQPLPLGQKLFVHAGNDAALKIGPSYHGNVAIRSNDLPSSSRVAQYSGHRVKNTGTLH
NSYVHYPAGSSGGHVSYNPQTEPVITYPHRSEGEFARGSSQIDNRTAAVKRKNPVIYPEYSINGDGYCAGSSSSTQFSNY
PQPAPFSESLHRQMPPSVGPINWNDQSLVNQEGSQRNVRARHNFNNISLEPRPVHSTSNVSQSTSMKRNGPSFSTRMRTM
PSGASGMHSGEMPYTMGSSNSSVPVPTLQGSSSSAIFASGVFAPRHVHGDTVPSYIHLPSVASSSSTAIPHEVIIPSYQP
ATSATTSTPMRASQPLPVRAVASSRHARNVLIGHANSGRNRRARSSYYGIQPLMIDAQQLIMMQQFALRESREAQDPHRA



MRLDIDNMSYEDLLALGESIGNVCTGLVDEKISGCVREVIYCSSDEQQNDQDDGKCAICLEEYKDNSLLGILKCNHDFHT
DCVKKWLKEKNSCPICKSAAA*                                                          
>Osat_LOC_Os01g07390                                                            
MDAQVQQQQQAAPQQQPPPAAAAAAGRRYGVHFSASSFIQAPLSALLEYSGILRADPGGGPHQVGGGGGGGGGEVSIRIV
GSGEAAGAASERGEEGVVEDEAGAAPQANPSTSAAAAATAGGGEAGRESSSSYQRYDIQQVARWVEQILPFSLLLLVVFI
RQHLQGFFVTIWIAAVMFKSNDILRKQTALKGERKMSVLVGITILFVVHVFGVYWCYKNGDLVRPLVALAPKEIPPFWHA
IFIILVNDTMVRQTAMIIKCMLLMYYKNSKGRSYRRQGQMLTVVEYFLLLYRALLPAPVWYRFFLNKEYGSLFSSLTTGL
YLTFKLTSVVEKVQSFLTALRALSHKDFHYGSYATSEQVSATGDMCAICQEKMHTPILLRCKHIFCEDCVSEWFERERTC
PLCRALVKPADLRSFGDGSTSLFFQLF*                                                    
>Osat_LOC_Os01g08340                                                            
MGDSGNASHRDHTIDILRNDATFPSTSHQDNHNNLDELHQTRGPLNDVPHVPESSASATPASISRNASFARRDQGHRQPN
PLNSGFWISIELIVSLSQIIAAITVLSVSRNEHPHAPLAQWLIGYTIGCVATLPHLYWRFLHRNRQNTEQESTNQVSSER
DVYEPNSYVVVSSAHGSEVVDSGNNGGVARIASPRVYALVACFKLALDCFFAVWFVVGNVWIFGGRTSLHDAPNLYRLCI
VFLAFGFIGYALPFILCTMICCCLPCIISMMGIHEDLDFNRGATAEAIDALVAYKFQSKKFQDGEAGEDNGGVLAAGTDK
ERTISAEDAVCCICLSKFSNNEDLRELPCNHVFHLECVDKWLKINALCPLCKADLGGSTNAPDSSSRSSHDSNNSRVRND
VESQQ*                                                                          
>Osat_LOC_Os01g11460                                                            
MNTPNSWLFADNSKYSTRARLLFMGLSFSIGILSFLVYLAIWYTCTRRRRSRQLRGGGSASADQEAPEANSHGMSAAAIA
ALPTFGYEASAAAAAALDCAVCLGQVDAGEKVRQLPKCGHLFHAECVDAWLRAHSTCPMCRAAVEGPATAAIAKKASSGG
GATDTPPVVAPAPPAAAEALPLPPV*                                                      
>Osat_LOC_Os01g11480                                                            
MATVGAVDGVEVVSALIGQYYDGLALELVVFSLAIVVLRYAAVLYANHLVDSLSELQAAVGAGIGGSSSGGGLDSAAIAR
LPCFVLPPRRGGSAAAAAAECAVCLGAVEEGETVRALPCCPHAFHARCVDAWLRLRPTCPLCRADVPVPARPTAPRRRHV
PRGTVE*                                                                         
>Osat_LOC_Os01g11490                                                            
MGANDGHLDATSNNRGGLHEQTTTGCLPVDQSCFALSRLSYRRSSSSNPRACCSTTSYLEVLAISLASLLVIVLVLCAIR
CYRMRRAVNRVTVAAASAAAAAAAAGNVTNKKRPAPGLGEDAIAALPKFEYRGTGDECDRWECSICLCAVADGEVARQLP
RCMHLFHRGCVDMWLVAHTTCPVCRAEVVVNKPPDEDDGRCAETPEDEAAPPASALEPARLENGERDLEAQ*        
>Osat_LOC_Os01g11500                                                            
MSSSNGTTTYLPGGEAAGGGGGGNSGCCSTTTLFGALAASFALSFFLITIFICLRALRVARRRRDRPLVMEQEQRRPTPP
RFGLDAAAIARLPSFPYVRARDDGEVSDSASSSSVECAVCLSAVDEGETVRQLPACGHVFHRECIDMWLSSRASCPVCRG
KAAPADELADAIVARIAVTPDLVGPRVSMSVVVPVEMLKGEMVGASSTSRAASAPPEQLDARAPGPETDLESK*      
>Osat_LOC_Os01g11520                                                            
MSDTALSGAPPAARSEDSWSQQQSYNFSGRVLLTAVVILFVIAVVFAVTRVLLYYLVVRPGGGGGGRRRGGLAGGILRSL
NSLGVSGRRGLDASALAALPVTAYRKNGGGGGGGEGSNRGGPGATAADCAVCLSELADGEKVRELPNCRHVFHVECVDAW
LRSRTTCPLCRAEAEVPKARASAAATATAQSSSSLGDGGITVVVTIHGGSDEAGGRSTALTGQPGSSNSPSCEAARN*  
>Osat_LOC_Os01g16120                                                            
MEIGGVLVSLLFAAFSLPCLLLLLVLAEAGLRLASLALRGGRYAWPTRSDFLGYRIARRRRAAVSGGAGGADGEEEAQPT
AECCDRLAVAMYRRGRDAAPVDCVFCLSRVDDGEEVRELRCRHVFHRACLDAWLVLPRATCPLCRDCLLPPPCEPPRSFP
LDYYDDDDDVHFGFNDFSITSSTTTTTSAAAAVAYPHGVALWPM*                                   
>Osat_LOC_Os01g16950                                                            
MAEEAAAGGLYYCHMCASTVSAVAAAEGEVEIKCPYCHSGFVEEIESARGVATGGGGAISSVWAPIIDGMVGGGGGDAVR
RHRRSRRLADAAGADDGYYRDLALLDFSESRRRTAALLLLMQEFRERQLQRLESATATISAAAAEAGAVVGTSRDAEGVA
LADYFLGPGLDALMQRVGDGDAGRQGTLPAKKEAVESMPTVEVAAGGDCDSACAVCLEDYAAGERATEMPCRHRFHAKCI
VPWLKMHSSCPVCRFQLPTDDDDDSSKSARGGAAHSGGGRRLSQPAPRVDGGGLGRLPAVMQELRSILSQPSPASTSGSS
SHAQQHSDE*                                                                      
>Osat_LOC_Os01g20910                                                            
MGAGEHKNPGAQEPPLPCGGEVPRHESFHKHLPIPAAGVGGGQVDNPSSYQIAGRVLLAVSGAFSGVLLALVVLHLCNRG
RRGGGHSGDSRTTRRRERRLLRSLAIGAGDDDRDGGPAPSPRGLDPAVLRALPVVVVAAAGAAPGDCAVCLAEFEAGDKA
RALPRCGHRFHVECIDAWFRENSTCPLCRADVEAPYDADGAQPEVRIDIAGDAPSVAAKGSAPAMGRLPSGTDLEKTRRV
FASTRSASF*                                                                      
>Osat_LOC_Os01g20930                                                            
MTMRRTGGVGCRNAKGADADATAAGEECGEVGGEAHEDGAREEDAAVSFGIGSLGPVAMSDRGTSSSVSGDTDADSVPTA
DAAAPLWAPHGRALTGCLVVVNVALVLLVYLYFWRVFSRKRAAAAASARSDDDDDDDEASSSASAPPPAAAAVSVRTRDD
VLASLPVFVVRSSGGEKAEAEAECAVCIAELRDGDECRALPRCGHRFHASCVDGWLRLHTTCPLCRASVVALAAAPERKG
GVADTTAAAEDVDARV*                                                               
>Osat_LOC_Os01g24880                                                            
MGAEEEEEPASAVGREGGGGGGGARAAGAGAGGDTADDDDSGESAAAVVPCSICLDAVVAGGGDRSTARLQCGHEFHLDC
IGSAFNAKGVMQCPNCRQIERGNWLYANGSRPSQDVSNDDWGHDEDFYDANQPETSRSVFLPFRFQWCPIGRLAQLPSVF
DEGESAPPVTFHDFMGQNFTSEHLPVSAPGATPPGPYIAYFQPLQSSASSSSSHVTERTMDGTTYHDHWNPLPGPSDGRP
LATVHPIDFHHNHWTHLPNSYSQPNSNNGVAEQMAIPVVPMRVGGLDSDSQQRGSLPSVYGNGSGSRSRIPSVPPMAPQF
MRPHGNINEQYQQNSSSLYAAPQRRTAVQAVQDSMNFTLFPQAPTGPNSMETEDAGGNQFYAWERDRFAPYPLMPVDSEA



NWWGSTPQSHGVTDHSAAPGRRLFGQWIGAGRSPPPPPPPPADNSSYRQMHIPRM*                        
>Osat_LOC_Os01g35100                                                            
MAMETIIRLRSSSKQLEGHHGTAPLEEGPSYVRFVCDVKVRCWSRRLGGGGEPVRHDGIKFTLETERKHVLDGAGGDVFL
DYEETRRMAWAVFTGMRELRCVDLSRSNWATPMPDDDAAAWIHRAVRRNHDDGLAGGHYRFAARVKVAVELVFSEPVSLV
RGLVWLETRAGDTCGICLDGLTASERCKTPPANLPCGHAFHPPCITRWLFKGTTCPICRDDLTGLAAAPWESGVMSCPGC
IMPSTPCVEDCPSLKALSLNS*                                                          
>Osat_LOC_Os01g35120                                                            
MAMETRIRLMGIQNKLDECHVGKAPLEVGPSYVRFLCALTVKYSTRRLGGGGVAVPLQPAAPHGGGGIRQFTMTMQSDVR
PVDDPFVFLYRDAARRVVWAAMVAALPGLDRYDLSDGNWETPRPDAAVAAWIHGLARASYLGRGKRVGHYRVVVFVEVEV
ELVFSEPKALVADVVAAGGGAGKPCGICLDDLDADGLTTPVRLPCGHAFHGQCIAGWLLEGRTCPMCRRDFSRLVLAPSC
YQQYGAPRISQLAQLGWTFISSV*                                                        
>Osat_LOC_Os01g44240                                                            
MAAVETRISITDFSCKMVPEHKATSESTSTTTACSSVHIRCNATVKYASRRLRGNGKPVRDRQPDKPWTTEETRPASTTA
PGSDEACGICREKFGMGGGAGASSDPVNLPCEHAFHANCVLAWFYKGNTCPVCSHDVCGQLVAAPWTKLAA*        
>Osat_LOC_Os01g47740                                                            
MAYRNTVCTPQVIDLETEQGHSHIHSESFNRTGNDSSDQGAQHAVRGVGNATNIGLSDMRSYYDAGMNHPHQPVHNLPPN
LGVDSGFVFPSSMYNPCMSTTSMNQYVSHTQSFGLPSNQVVLGSMDEGSRNENAGESARGFIKRKNAAVAGSYHCANGFA
SSSSSHASLNPTHRPWDPSFESNVLPNTASYNPSEYHSQTSWPSMEGSSIPSNGFNLMGAHPESAQHGNYAFPTSHISQC
FQPTSNTWISQSANGIADGIPQWEYVNGMNNAPAGRFSRSGMTETVNGSFREYQNGPSTLCRGPLPYFHQHAGMHAHNLL
DHTQVQAPYQQCHNNPVLHGVNHSGNRFHLGPRIPVLFSNSERTFGPPHHPLLANPVNHRNIRILPPEHATIMDFSRLYE
VSNVVDEHRDMRLDIDSMTYEELLALEEQIGDVNTGLAKSYIVEKLKTSLFVPGSSCMSNKSSESSMENDACIICQEEYQ
VKECIGTLDCGHRYHEDCIKQWLMVKNLCPICKTTALSTGRRSG*MAYRNTVCTPQVIDLETEQGHSHIHSESFNRTGND
SSDQGAQHAVRGVGNATNIGLSDMRSYYDAGMNHPHQPVHNLPPNLGVDSGFVFPSSMYNPCMSTTSMNQYVSHTQSFGL
PSNQVVLGSMDEGSRNENAGESARGFIKRKNAAVAGSYHCANGFASSSSSHASLNPTHRPWDPSFESNVLPNTASYNPSE
YHSQTSWPSMEGSSIPSNGFNLMGAHPESAQHGNYAFPTSHISQCFQPTSNTWISQSANGIADGIPQWEYVNGMNNAPGR
FSRSGMTETVNGSFREYQNGPSTLCRGPLPYFHQHAGMHAHNLLDHTQVQAPYQQCHNNPVLHGVNHSGNRFHLGPRIPV
LFSNSERTFGPPHHPLLANPVNHRNIRILPPEHATIMDFSRLYEVSNVVDEHRDMRLDIDSMTYEELLALEEQIGDVNTG
LAKSYIVEKLKTSLFVPGSSCMSNKSSESSMENDACIICQEEYQVKECIGTLDCGHRYHEDCIKQWLMVKNLCPICKTTA
LSTGRRSG*                                                                       
>Osat_LOC_Os01g49470                                                            
MATPTPMAGEGTLAAVMPRSPSPTASAAAGSAAEAPMLIFLYFHKAIRAELEGLHAAAVRLATERAGDVGALAERCRFFV
NIYKHHCDAEDAVIFPALDIRVKNVAGTYSLEHKGENDLFSQLFALLQLDIQNDDSLRRELASCTGAIQTCLSQHMSKEE
EQVFPLLTKKFSYEEQADLVWQFLCNIPVNMMAEFLPWLSSSVSSDEHEDIRSCLCKIVPEEKLLQQVVFAWIEGKTTRK
VTENSTKSNSEATCDCKDASSIDHADNHISSHEDSKAGNKKYAESIDGQVERHPIDEILYWHNAIRKELIDIAEETRRMQ
QSGNFSDISSFNARLQFIADVCIFHSIAEDQVVFPAVDSELSFVHEHAEEERRFNNFRCLIQQIQIAGAKSTALDFYSEL
CSHADQIMETIEKHFCDEETKVLPQARMLFSPEKQRQLLYKSLCVMPLKLLERVLPWLVSKLSDEEASSFLENMRLAAPS
SETALVTLFSGWACKARSEDKSNSGEYLCLTSGEMRCLLDEVDGLEKCRPFCPCASRSNTDASLHPQTENGSRPGKRGND
AESVPGTNGSDLSQTDDTEARPCSKKPCCIPGLRVETGNLAISSSLASAKSFRSLSYNSSAPSLYSSLFSWETDASLSCS
DGISRPIDTIFKFHKAIRKDLEYLDVESGKLIDGDESCLRQFIGRFRLLWGLYRAHSNAEDEIVFPALESRETLHNVSHS
YTLDHKQEEQLFGDISDALAELSQLHERLTHPHIEVSEAEKNDFNSSDEIDWTRKYNELATKLQGMCKSIRAALTNHVHR
EELELWPLFDEHFSVEEQDKLVGRIIGSTGAEVLQSMLPWVTSALTQEEQNMMLDTWKQATKNTMFGEWLNEWWKGAPTS
SDSSEEASSAPEDSHLQDKIDQNDQMFKPGWKDIFRMNQSELEAEVRKVSRDPTLDPRRKAYLIQNLMTSRWIAAQQKLP
EPKSEECSEGAGIPGCAPSYRDQEKQIFGCEHYKRNCKLVAACCNKLFTCRFCHDKISDHTMERKATQEMMCMVCLKVQP
VGPNCQTPSCNGLSMAKYYCNICKFFDDERTVYHCPFCNLCRLGKGLGVDFFHCMKCNCCLGMKLTEHKCREKGLETNCP
ICCDFLFTSSAAVRALPCGHFMHSACFQAYTCSHYTCPICCKSLGDMAVYFGMLDALLAAEELPEEYRDRCQDILCNDCE
RKGRSRFHWLYHKCGSCGSYNTRVIKTDTADCSTPN*MATPTPMAGEGTLAAVMPRSPSPTASAAAGSAAEAPMLIFLYF
HKAIRAELEGLHAAAVRLATERAGDVGALAERCRFFVNIYKHHCDAEDAVIFPALDIRVKNVAGTYSLEHKGENDLFSQL
FALLQLDIQNDDSLRRELASCTGAIQTCLSQHMSKEEEQVFPLLTKKFSYEEQADLVWQFLCNIPVNMMAEFLPWLSSSV
SSDEHEDIRSCLCKIVPEEKLLQQVVFAWIEGKTTRKVTENSTKSNSEATCDCKDASSIDHADNHISSHEDSKAGNKKYA
ESIDGQVERHPIDEILYWHNAIRKELIDIAEETRRMQQSGNFSDISSFNARLQFIADVCIFHSIAEDQVVFPAVDSELSF
VHEHAEEERRFNNFRCLIQQIQIAGAKSTALDFYSELCSHADQIMETIEKHFCDEETKVLPQARMLFSPEKQRQLLYKSL
CVMPLKLLERVLPWLVSKLSDEEASSFLENMRLAAPSSETALVTLFSGWACKARSEDKSNSGEYLCLTSGEMRCLLDEVD
GLEKCRPFCPCASRSNTDASLHPQTENGSRPGKRGNDAESVPGTNGSDLSQTDDTEARPCSKKPCCIPGLRVETGNLAIS
SSLASAKSFRSLSYNSSAPSLYSSLFSWETDASLSCSDGISRPIDTIFKFHKAIRKDLEYLDVESGKLIDGDESCLRQFI
GRFRLLWGLYRAHSNAEDEIVFPALESRETLHNVSHSYTLDHKQEEQLFGDISDALAELSQLHERLTHPHIEVSEAEKND
FNSSDEIDWTRKYNELATKLQGMCKSIRAALTNHVHREELELWPLFDEHFSVEEQDKLVGRIIGSTGAEVLQSMLPWVTS
ALTQEEQNMMLDTWKQATKNTMFGEWLNEWWKGAPTSSDSSEEASSAPEDSHLQDKIDQNDQMFKPGWKDIFRMNQSELE
AEVRKVSRDPTLDPRRKAYLIQNLMTSRWIAAQQKLPEPKSEECSEGAGIPGCAPSYRDQEKQIFGCEHYKRNCKLVAAC
CNKLFTCRFCHDKISDHTMERKATQEMMCMVCLKVQPVGPNCQTPSCNGLSMAKYYCNICKFFDDERTVYHCPFCNLCRL
GKGLGVDFFHCMKCNCCLGMKLTEHKCREKGLETNCPICCDFLFTSSAAVRALPCGHFMHSACFQAYTCSHYTCPICCKS
LGDMAVYFGMLDALLAAEELPEEYRDRCQVSQIFYSWFSLFHPLRYLFLCCFTHSGYTL*                    
>Osat_LOC_Os01g49770                                                            



MVGRGRGGDAERPHRERPCLSRRVTVQEQISSSFMDSPPPPHLDVAPFFGADLLPSGRLRRMRGYRHSPVGLEEEIMMFQ
TRVLLGGMSMYDRYQDWRLDVDNMTYEELLELGDKIGYVNTGLREDEIVRNLRKVKHPAFDSSFRYSTEMEKKCSICQEE
FEANEEMGRLDCGHSYHVYCIKQWLSQKNVCPVCKTAVTKT*MHVASSISSLIKGSEFKYLMKLFLIWQIMMFQTRVLLG
GMSMYDRYQDWRLDVDNMTYEELLELGDKIGYVNTGLREDEIVRNLRKVKHPAFDSSFRYSTEMEKKCSICQEEFEANEE
MGRLDCGHSYHVYCIKQWLSQKNVCPVCKTAVTKT*                                            
>Osat_LOC_Os01g50750                                                            
MRPPSSSATPGTGRVSAFTMRAVARMSRARWFIFLRRVYQYQNGPRSDLGSNPFNSPGWLALELGVIMAQMVVTTAVVAT
SPKERPAWPLRVWVAAYNVGNVLSLPLLYWRHRHSSSGARGGTLSDDPEMHGANDPLRNRSYLMNKARAFLELFFAMWFV
MGNVWVFDARLGSFHRAPRLYALCIGLLAWNAVVYSLPFLLFLLLCCFVPAVGYALGYNMNSASVGRGASDEQLAALPQW
RFKEPADAPRDRDHDDQECCICLAQYKEKEEVRQLPCTHMFHLKCVDRWLRIISSCPLCKQELS*               
>Osat_LOC_Os01g52110                                                            
MGAMDVQLESTAVQHGQAKINVEEHALVSLLSDEKYATEKTEDVDPDDYEKLEEGIMQYGCAHYRRRCRIRAPCCNEIFD
CRHCHNETKNSIKIDAVKRHELPRHEVQQVICSLCGTEQEVRQVCISCGVCMGKYFCEVCKLFDDDVSKQQYHCNGCGIC
RIGGKENFFHCSKCGCCYSIVLKNSHACVEGAMHHDCPICFEYLFESTNDVSVLPCGHTIHVKCLREMEEHCQFACPLCS
KSVCDMSKAWERLDEELATISDTCDNKMVRILCNDCGATSEVQFHLIAHKCQKCKSYNTRQI*MGAMDVQLESTAVQHGQ
AKINVEEHALVSLLSDEKYATEKTEDVDPDDYEKLEEGIMQCAHYRRRCRIRAPCCNEIFDCRHCHNETKNSIKIDAVKR
HELPRHEVQQVICSLCGTEQEVRQVCISCGVCMGKYFCEVCKLFDDDVSKQQYHCNGCGICRIGGKENFFHCSKCGCCYS
IVLKNSHACVEGAMHHDCPICFEYLFESTNDVSVLPCGHTIHVKCLREMEEHCQFACPLCSKSVCDMSKAWERLDEELAT
ISDTCDNKMVRILCNDCGATSEVQFHLIAHKCQKCKSYNTRQI*                                    
>Osat_LOC_Os01g53500                                                            
MSSSSSSLLSSLATLGLGYSIAIALGFLVLLASLLLASYFCFRRGGGGGHFSGVLTPSSSSSHLSITVPRVLFVAEGSES
PDAYSSGVAAASSPVGLDPAAIASYPKVPFYSGAGADADAMCSICLSEYADGEMLRVMPDCRHRFHVCCLDAWLRRNASC
PVCRSSPIPTPVATPLATPLSELVPLSQYAADRRRSR*                                          
>Osat_LOC_Os01g55110                                                            
MDRTSAVPGRVSDPGSAWFGGGERSSSAGPGRNVRLIATAVAAFVSVLGLALFLHLYVCHVRRRNRRRAAEAAALATVNA
GAPPKQVGLDPSAIAALPTAAYGKVAGGDAAGGTTECAICLGAMQEADAVRVLPACRHVFHVACIDKWLASSSSCPVCRA
GVEPPPPPPSTAAARCVHEKQDAEKEEAAAGSSAPVRVLGASLMKMLSRERPSPRRQPGVHAVEMEDLESQLPRPQQQ* 
>Osat_LOC_Os01g58780                                                            
MPNRATHWCYACRRPIRVSGQDITCPNCNDGFIQEISEIGGSLNTYGIFDPSFDERRDRSFGMVEAMSDLMRQRMAEMGR
NRVLDFHGTRGASSHQGRQPTVRPMLIFGSNAPDRVSSSSEEADILLRQGRRIGADRPNFSRFLVGPSLEALFEQLLLHN
NRQGPPPAPQSAIDSMPVVKINLRHLRDDPHCPVCTDKFEVGTEAREMPCKHLYHAECIIPWLVQHNSCPVCRHPLPSSS
HRSGSTRSSSTHSNEAISHGVARSDADPVPVARSDDSRNHEMHGSFSFLWPFDSPTPDSSSYTHEGGVGEPTVHDDAGQM
TYSEWHYDY*                                                                      
>Osat_LOC_Os01g60730                                                            
MGVHTKSMSWYMGTPASPSPGSAGEAQHALSSGGGGGSDASFDTNMVIILAALLFALLFALGLNSLARLIIRWARRAATG
EGAGGGVEGAGAGGGLKKRALRSIPIEVYGGGGGGSPAAAAEVCAICLGEFADGEKVRVLPRCGHGFHVRCVDTWLVSHD
SCPTCRGSVLHGATTKHKPTAAAAAAGSRRPGSEVDAPAAAAVTVVIA*                               
>Osat_LOC_Os01g61470                                                            
MAAAQDASSQALGLRWRYGDVDDGNFAVRGRAVPLLVALLFVLVCFVAVSLYLRWACHCHRYGRDTTPMPATTSSGFSSS
HAAATAPGSASSVTGLDDATIASMPVALYRAVASAAGDGDDGGAAQCSICLGEFEEGEKVKALPLCGHGFHPECVDAWLR
SRPSCPLCRSSLLPAAATTKPDVAGSDAV*                                                  
>Osat_LOC_Os01g62640                                                            
MATFSTAGGIGMDASPIWCFMCSRLHRPDGLSTCPTRAPRAALEEIVEVMDAGEFLQACALRRAPVAAAVSSTRQQLPTV
TVRDAGRTCAVCLDDLEPGGSAVVTPCDHAYHPQCIAPWLEAHDTCPLCRRESGLQVVEVEVQVDGMVLSSPDGLVLCEL
MMPGGRSEYRLGRRVAGRIFAVRVVDGTGKLVRGGVLRRLGSACHRFAAAAGNLLSLRYRDCVIPNNDLLLGVQC*    
>Osat_LOC_Os01g64620                                                            
MDVEQLQQHARRLLSNGRVVSAAAAAGASPGPAGRVLEGGAAAAARRPAPFSSLDATVITVLSLLLCVLVVGLVLHAIAR
CAFRVTRRMCYGQEPPGDHGDEAAAERCARVARKKPGRAIAEKIPAIVCPAGGLDRLAGCGSTECAICLSEFAQGHRVRV
LPRCGHGFHARCIDRWLAARQTCPTCRREPFAAAAAVQLQVYPDAAGGQHETP*                          
>Osat_LOC_Os01g69040                                                            
MSSHDFARRVPKRRRTNKLLSQLLPDLNSLPAEGADDGGSPSSSVLVSHAQTSAVAVAGTSQYLVPAVVAGPHIGMSSCP
IIVDDINDDVVIYSASSFPQVRQQAPRTEPVVTIEDDSETTPGQAGDAVDEHVDILLSLTLGRYPRHGHQRSSNISTSPV
IHIIDTPSNALPEPEKAVPKEPTFNCPVCMNELVEPSSTICGHIFCKQCIKASIQAQKKCPTCRRKLTMNNFHRVYLPSA
E*MSSHDFARRVPKRRRTNKLLSQLLPDLNSLPAEGADDGGSPSSSVLVSHAQTSAVAVAGTSQYLVPAVVAGPHIGMSS
CPIIVDDINDDVVIYSASSFPQVRQQAPRTEPVVTIEDDSETTPGQAGDAVDEHVDILLSLTLGRYPRHGHQRSSNISTS
PVIHIIDTPSNVLKLEFLQYTYQVCDVQLNNAAFGGNAGTP*                                      
>Osat_LOC_Os01g70160                                                            
MGGFCCCLCTDDFEEYAHPNNPIYRQGVCLRNFFHNFFGGYTATFQRLESRPSNPAQGAAPLASTNPSTNITDNSLSETY
HLVSRPPPYDTDPRYARVQREGLVSRREKSINLTQEESLALRRNGSSSGIEHLAAQKKWSSTEPEGEYKVHRSESTKSLS
AKSYNSSFAVVTSEDEDVCPTCLEEYTPDNPKIIAKCSHHYHLSCIYEWMERSDTCPICGKEMEFCETP*          
>Osat_LOC_Os01g72480                                                            
MAAAAAAAASASSSSSSSSSAESVPLPTTTLPIDKAAAVGGGGDRAVDCGVCAICLDKIALQETALVKGCDHAYCVTCIL



RWASYKQTPQCPQCKHPFDFLSVHRSLDGCIHDYMFEESVCLLLRATWFEPLIVEAHEEALDEEELYHIYQYDDGVEDDL
DEEAYYMSRSPSIRIGNRRWGDNGYVRGGRKEARPVSRQSLNDTDAGPSRTPKKKDVSASGSGSVSKEVAGRRAKRALKR
EAADKAAAEKHLKHLQRLGLRKAPEATAEATPEVEPQLNE*                                       
>Osat_LOC_Os01g74040                                                            
MDDDASSYTYCCHSCDSFVHPHPHLDAAVLCPHCNAAGFLHDHEMPPAADHSPFNPPVIVLRRSASPDDATTFDLLYDDG
ASSALRPLFDRLLLRIPSASDNPNPPASKAAVDSMPTILIGACHLAADSHCAVCKEPFHLAAEAREMPCAHIYHHNCILP
WLALHNSCPVCRHRMPTDDHDSTNAAAAQAAAGSSDEDATTVGTLTIWRLPGGGYAVGRFAAAGGTRAGERELPVLYTQM
DDGGFNGGGGSGSPTMIGWSSRGSRSSQRQRSIIPRLFRNMFACFRHHDATADSGDYSSRAGRRSSSSVFTRSLRSQITS
WRSEDGHPDAIATR*                                                                 
>Osat_LOC_Os01g74610                                                            
MGKHKGRAASSGLAASLLPHAQGAVPIVGFGGYHGASRVEPAAPSSSTDPDASILLPPDVDSEVLQHLRRLGRKDPTTKL
KALSTLSMLFAQKPGQEVVQIVPQWAFEYKRLLLDYNREVRRATHDTMSSLVKTVKKGLAPHLKALMGPWWFSQFDPALE
VAQAARHSFEAAFPQSDKRLDALMLCVKETFLHLNENLKLTTQALSDKATPMDELEDMHQRVISSSLLAMATLIDILLGV
KLQNCVRDNSSSENTSLSKVLSGTLSSAESAFSMNKYFLDFLKSKSAIIRSATYSLLASYIKHVSHVFNEEAMKVLSPAL
LGAFNEKDPSCHSSMWDAFLAFSRRFPEAWSYCNIHKVVFSRFWHFLQNGCYGSKQASYPLLVQFLESIPSKAVTTEQFV
FDFLHNLWAGRNQRQLSAADSLAFFTTFKQSFLWLLKVLPRHSGGGSSDDIPIKLITYFLAKVVWHDYLRIPSSKNQDIS
LSGLSDEAISGDCQLSHKESLLASSTRYPTYYLQDLGKCIIEILDEISAMENHLLNIACETLLKDCLDIIHQRESLPNFQ
YHVEQVVSFFISLDQLIVQKGKTWPLESLARPLIEQSVPAIKSMDTPIVVKLLSVLVEIFRPVPLFLKNSQKESEESVQG
YLDVFNGDFVPWCLDRKYSTCSSKIDLLLSLIIDECFFDQWCTIIKYTSAKQKHPVDNKNSHVDDQFELLTLILQKVRER
IAGGKLRNLQKNGSLPEHWRHDLLDSAAESVFCDLPATDSHVHYVCAALGGSDQDDQICFLSADTVHKMLGSILKCLTSV
LMTSTFEWARFAYVVLLPTEPKDSKVIGAQSFSSNIKMAHFAFKVLEGSLFALRRLEEDSLFPSVLAALFIIEWEYSMAL
TLDEEHDLKGYKEDIDVGSSACNSSDDHLDEGIHLKANLAESIHTFCQSLSPSFWSDLHPFTLNNLLNILAQSVRCALFQ
TLELPTESTSVLCSEWMVNMLKLISLDHTKLQSFFYLLLSEGEYWPLWVKPSLQNENAPVKIKFEPVITNETGLKHHQFV
AFVDKLVLNLGFGEVILGVPGNTCYNTSQSIDTTSTVPSLSRAWVAAEILCTWKWKGGSVFSTFLPSMIQHLKMESCAEV
SILSILLDTLLEGAFHECNQWVLFNAWHISDNEIEKIQDHFLRALVALLFSINSINECIWRESEALVFFEKLLSNLFIGS
TVNRKCVKTLPFVMSTIIKPLSGKLKLNEASCYTDLVGQNILSWLDVAISCLSSSPREVLQQDIVDWMQVVLSCFPLNIT
CGTQKLEVKIEREISDTERSLLLTLFQKYKIFCAIEAPSLSTSGTTLSTMVELLGVKLIAVMVGYCWTELQENDLHFVFH
TVQKWIESAVLLVEEMTDAINDAVINQKSNEDTLEKLKLVVSSIDELTLSFGEFALVTLCHLNHLVDIQETENFQSLQII
KSGDFADRNNNMMESMLRLFLASGVSEAIAKSSCEEASSIIASSRVAYMHFWELVASFVIYASPQTRRCALESMELWGLA
KGSVSGLYSILFSSQPISHLQFAAYSLLLSEPLCQFSLIKECSLGSNRPLTQESCMGQSIELMPDSEKTLDLREELSSLI
EMPTSELLQTDLLAHDRVDAFIAWSLLLSHLQLLPPASITRERVLQYIQDKISPCILDCIFQHIPLRTGAPCGKKKDAEL
MPEAEVAAQASKNAIITCSLLPCIESLWPVGTWQMASLAGGLYGMMIRLLPSYVRTWFTSLRDRSLSSSIESFTRAWCSP
PLLLDEFSQVKDSLYADDNFSVSVNRSAYEIVATYKKEETGIDLVIRLPSCYPLRHVDVECTRSLGISEVKCRKWLLSLT
AFVRNQNGAIAEAIHTWKSNFDKEFEGVEECPICYSILHTSNHSLPRLACKTCRHKFHGACLYKWFSTSNKSTCPLCQTP
F*                                                                              
>Osat_LOC_Os02g05692                                                            
MEDYPSGRSKAAIGFLRRGGGFSSRNQSTEERTIQNYDGPGITTRLNPMKTRLSDNQERPRYLRDSFRSSTSMAIHGSSS
KVPLRKFGDEKRRQTLLAGVDIAESSSRNAGGKHLEGSNKRIVVDDRSSDVLHTETEGLATEQDQLIAPNAGVSDSASSS
DISEHAVESLVRSAAPSSRTRRQKDKELNLGQSGVCSSSCTNRPTISRYAPADVKRPCNHASGVQQHGHNNLDCTSVPNF
LPSGCSSGSVYSRRFDAMRKRTSDGGSFSRSRGLSGTASLDDSPPAYPAIAGPRIRTTTTERASQQNALRSRRNFQDSAV
SVRTRRPPWGARFRISEEREDGMISQRDSSIGNQQSDQVHSSSEEASTESSSRPFSAELPHAIYSSRGEGSNAFTARRRR
SSSLYEERPPQTFHDLFRERNGRRHISIEGIAEVLLALDRIEQEAELTYEQLMVLETNILLGAFTSHDQHSDMRMDIDNM
SYEELLALGDRIGSVSTALSEEQFVKCLRRSIYIPVATKANAQVVDDIKCSICQEEYIEGEEVGRLGCEHQYHVCCIHQW
LRQKNWCPICKASAEPSTVS*MEDYPSGRSKAAIGFLRRGGGFSSRNQSTEERTIQNYDGPGITTRLNPMKTRLSDNQER
PRYLRDSFRSSTSMAIHGSSSKVPLRKFGDEKRRQTLLAGVDIAESSSRNAGGKHLEGSNKRIVVDDRSSDVLHTETEGL
ATEQDQLIAPNAGVSDSASSSDISEHAVESLVRSAAPSSRTRRQKDKELNLGQSGVCSSSCTNRPTISRYAPADVKRPCN
HASGVQQHGHNNLDCTSVPNFLPSGCSSGSVYSRRFDAMRKRTSDGGSFSRSRGLSGTASLDDSPPAYPAIAGPRIRTTT
TERASQQNALRSRRNFQDSAVSVRTRRPPWGARFRISEEREDGMISQRDSSIGNQQSDQVHSSSEEASTESSSRPFSAEL
PHAIYSSRGEGSNAFTARRRRSSSLYEERPPQTFHDLFRERNGRRHISIEGIAEVLLALDRIEQEAELTYEQLMVLETNI
LLGAFTSHDQHSDMRMDIDNMSYEEEYIEGEEVGRLGCEHQYHVCCIHQWLRQKNWCPICKASAEPSTVS*         
>Osat_LOC_Os02g08200                                                            
MAAALALFLLFAAAAAILLLHLVVAARAFRNQRHGGAGRSRYRVPETSYTPSRAGLSPADLRFLPCFAASASASASPELC
AVCLEAACAGERWRALPACGHAFHAACVDRWLARAAACPVCRASVSASAS*                             
>Osat_LOC_Os02g09060                                                            
MATSGGEDPSGSASSSASALDSLPFSSGNPRIEETRGVVLLHPEPPAASSSSLLPVGRKPRVCVPGVPNHLTYADFGRFC
ASWASHILETRIIRIDGVEDQYGVLIKFDTQSFTDSFYMSFNGNRFSSLEGNVCRVRFVEDVHYTQLIEHAHSSVTSSAE
QPTCPVCLERLDQDPGGILTTICNHSFHYSCMSKWADSSCPVCRYCQQEPEKSSCSVCGTSENLWICVICGHVGCGRYKG
GHAIEHWKETQHCYSLELETQKVWDYAGDNYVHRLIQSKTDGNLVEYNFYGDHSVDGMCSTCNGDAGISEALLDSKMEAI
VEEYNDLVTSQLEKQRNYYESLLLEVKEDNEKEIAAATEKAVGIKVQKLQAKLDKCMEETGFLNDIHENLVKNMEMWRER
IQKVKEREQAAIRLKDEKIEKLEEELRDLIAHFERQNTVAEASESMSSDINGSTILSVPSESSASSNSSIRN*MATSGGE
DPSGSASSSASALDSLPFSSGNPRIEETRGVVLLHPEPPAASSSSLLPVGRKPRVCVPGVPNHLTYADFGRFCASWASHI
LETRIIRIDGVEDQYGVLIKFDTQSFTDSFYMSFNGNRFSSLEGNVCRVRFVEDVHYTQLIEHAHSSVTSSAEQPTCPVC



LERLDQDPGGILTTICNHSFHYSCMSKWADSSCPVCRYCQQEPEKSSCSVCGTSENLWICVICGHVGCGRYKGGHAIEHW
KETQHCYSLELETQKVWDYAGDNYVHRLIQSKTDGNLVEYNFYGDHSVDGMCSTCNGDAGISEALLDSKMEAVMY*    
>Osat_LOC_Os02g09820                                                            
MAGLAGDDSSFFGDDGDGDEFCYGPFDVEDLCYGASDVDDDWEEFCDGPFGGGGVEEFCVSGFSVRDLSDASSSGARETG
DPHDDDPLPQTLARSLDSDGDLSATLHQIVSAMRLSEDEEEEEEEELLVLGHGHGVGIGGGGDVDGFMVSAFDLDTAMAI
GGILEDIHEVMGADEVREEVVVEEEEAGNGGGIMPNGFEFGPPPRAISGTAAGFRMMVDADDTDSDDFQFVEVLGGGQVR
EAGAGMSMRPSRASQLVVESLPEATLSEEEASRGCAVCKDSFASGQIVALLPCKHYFHGDCIWPWLTIRTTCPVCRHQVR
TEDDDYEQRMARRVIVLAAVEHQGAPAQGCGDSATMGAEGASECVVENGPEKTSF*                        
>Osat_LOC_Os02g14990                                                            
MLLKLLLAVVPLAVIAGVLVYVAGVPWAISIVVLVVVFVVVHRARRGRSPAAGGGGGMVRDDQEPTVARPAAPSAVVVVV
APPLPPPLPIHRVPAAAVQPSAPPVVADDVALLAYAYEKKKKKRRGSDGDSGGGDDGDGGGEECSVCLGEMRQGEAAKRL
PVCLHVFHEECIDMWLGSHATCPICRSPVDAGAVAARVQVQVQVQVLSC*                              
>Osat_LOC_Os02g15000                                                            
MDWFVRCYMLAIANGVCIGGAAMIVYGIVQVSRTGGDAGSLVVLSLFLALWVAVGSCVYASFCGAFFPWASLRRPLAPVR
DALSRCARALLPRRNGGGGDGLPSHLRDGVQPRETPTVRGGGGARVATADDIPAYEQPPAGEGEGGAAAAPECAVCLGEV
EKGEMAKRLPACLHVFHQRCIDAWLRGNSTCPVCRRNAFATAAPPLPAQMV*                            
>Osat_LOC_Os02g15010                                                            
MECCFRVYGLAIANAVSIGGTSLLVYQLVRLARTPGSKGGVVALAIFLVFWVSINAVAYSVFCGMLFPWSALRRCLAPLP
SAARWLLCLPCRCARRRRRRPATSTSSSASALPPHMYVLEREPPVRWGARVATADDIPAYEQPAASEGGAAAAAAECAVC
LGEVEKGEMVKRLPVCLHMFHRRCIDPWLRDHSTCPVCRCDAFAAPPLPAQMV*                          
>Osat_LOC_Os02g15020                                                            
MVCASLLLLSVLAATVSIAKACVFAAAAAVLFCAVGCVSRWCGDAGGAPAALPTTAAAAEEARARAPAAAACATCGLVGA
AIDALPAFAYARPAADDGGGGGSKSGRCALCSVCLEDVQAGEMVRQLPACRHLFHVGCIDMWLHSHSTCPLCRCNVSPPA
TIVVKATATSTATAAAAAQQLPADTLPPV*                                                  
>Osat_LOC_Os02g15060                                                            
MAALVLSVVGCFAPKSVWKASVLAGMVLLAFGVADYLAPASWCRRRGGTNTRAAEREAQPGASSSSTFGLEKAAVDALPT
FAYASGGAGAAQGGGDLEAGNGEPCSVCLEELHAGEIVREMPACKHLFHVECIDMWLHSHRTCPMCRCDLSPPREVAAKE
ATAAETAAPPGDDALPPDRIAQRGIFPLDDGWINPADLPGYSRPSARASGASDEVGHVTPLTMREQRRREGGSGMQARLP
ASGCECGGGSGKKGGSEPEGWRRRQRKEGVAASPKARDGGNGKKGRWRARRRMNHRRRLG*                   
>Osat_LOC_Os02g15080                                                            
MLLVNLYSRLTASTGVGVGVDDDDDDGSGGYGVLDGACGGTLAVFCALAVSVVVWKACAFVAMAAALLAIGWRVVAPRRS
VGRAGAGAPTPAECGLTAAAIDALPASEYERPRGGGGDPACSVCLEDVRGGETVRWLPACGHLYHAACIDAWLRSRTTCP
LCRSDLSSRRGGTASGRPRPRLVTHESLLPPLPSV*                                            
>Osat_LOC_Os02g15100                                                            
MSLSSSSNSLPYSTDQGGYSTHDTLVLLGIGFFATAVSVLMIVLCECLCCRRRRRGGGTVVYVAARPFFLGGGGLSASAV
ATLPSFVYRREEWAEAAPRGDGSGSGRGGGGGWAQCAVCLSIVQEGETVRQLPACKHLFHVGCIDMWLHSHSTCPLCRAS
VEPLGKETPLKDQAPPV*                                                              
>Osat_LOC_Os02g15110                                                            
MSSHDPSSATAADAVAGGSYRVCDTVVLVCLAFASSIIVFTVAVCFRRAVTLQGYAASASASPSGRGGGAAAAPAAVGGL
RGLAPSALAAIPKFAYRRGAAGGGGGWAQCAICLGVVRDGEAVRRLPECKHLFHVECVDMWLYSHATCPLCRRDVGAAAA
AAGDKV*                                                                         
>Osat_LOC_Os02g15120                                                            
MSSTAAGGAPGPAAQRHGGGGGGGGCCSSGVTLELVGAFTAVCLVLYGVILYFNYLYVRWSGRDGVHRTSGGGGGGGRGA
AARKRGGGGGLDKAALAAIPVFRFKASASAAALGGGEAECAVCLSGMQDGDAVRALPGCGHAFHAGCVDAWLRAHGTCPV
CRARPAVPPPPPAKPPCLKAPEPAAAAAGRQPVDLESHV*                                        
>Osat_LOC_Os02g33720                                                            
MLLAPAYGHGDSSAAAAAAGASQVIAGQEAPAGGDVVAGPAGTSSFDANVVMILAVLLCALICALGLNSIVRCALRCSSG
GRMMMSSSSSAAAGDDGELGPSAAAQAAGVRRKALRAMPTMVYSAAGGPSPACAICLADLEPGERVRVLPKCNHGFHVRC
VDRWLLARSTCPTCRQPLFATPPVRPFLAPLRPEGFVTPYDF*                                     
>Osat_LOC_Os02g35144                                                            
MSCTSPDPPDYCSAASPELKLYQAFIFSVPVFFTFVLLLFFYLFYLRRRRANWQSLRMRTNNLIRGDNPRLECGIKKEMR
EMLPVVVFKESFLIRETQCSVCLADYQPDERLQRIPPCGHTFHIDCIDHWLSTNTTCPLCRVSLLPSPKTASIDPVDLEA
QTVEENSSLDVQYQEGRIDENTRQEDQTLQQGSEGPTHQAEENEETSVRVTTEPQVEAEGSPSTTCRPCKTKK*      
>Osat_LOC_Os02g35329                                                            
MVRGVEQGGPAMDESSSSSSPSPVSAPAGQAAMTAGGIATVAAVLIVFAALTLAFVLLQCYCDERRRAVTTTSTSGRGRR
PRPRRRSGSGGDGGTGGGVDPEVLRSLPVTVYSRSTAAAAAKEEEEEDDDGVECAVCLAELEDGEEARFLPRCGHGFHAE
CVDMWLGSHSTCPLCRLTVVVPPPPLPPVPPEPPASYTVSLPASVLLGLSDHGAGAVTMTAEGRSTLVIEIPESAASTTP
RDAAARSSPSLARLRSLRRLWSFGRQGAAGSTSSCSCATGGDNDDGDVEHGVSVTVAIRAVEAATPARPPEAEAGARTAA
AHVRN*                                                                          
>Osat_LOC_Os02g35440                                                            
MSSSSSSSLSPSPVSAPAGQTAITFRGIAAVAGVLITFAALTLIVLLHCYCDEWRRGALTTSASGRGRRRRSGSGGDGGR
GGGVDPEVLPVTVYSRAAAAAAAKEDGVECAVCLAKLEDGEEARFLRRCGHGFHAECVDMWLGSHSTCPLCRLTVVVPPP



PLLPPVPPEPPASYTVNLPETVLLGLSDQGAPAR*                                             
>Osat_LOC_Os02g36300                                                            
MGRRARCLCLLLLLLLVVGGGFHVANAQASPAPPQTGTRAVNRAVSTVITVVIGVFFVLVFVCVIVNQCCDCDSSAGAGA
GQGQSSAARRRRGLDPAAVAAIPVVPYAEVRKHRSGGGGALECAVCLTVFDDGDDLRLLPQCSHAFHPDCIDPWLEGHVT
CPLCRANLEKQPAPSPPAVEFSSSPAAAAAAAEESRTPEAAAVRVEEVAEASDEEETRRREEEAVELESLRAVRRAARMP
RSNSTGHSLCALPAPRAPGPGDGGDHERFTVRLPPHVREEVLKSRRLRHATSLVLGIRGSSREGSSRGGGGSWHGARRWP
SFLARTVSWARGGVGADTSAKETPCRDAV*                                                  
>Osat_LOC_Os02g36320                                                            
MGVAAANVAAFVLLAIAPVAAAPSSPPRSGGDSLSFSDVISISFFMAVFFPVFIVLLAFACLRLFRPLDDDDGEPALADT
SSSEWSRRGGGGGNRAGLDAAEIAALPLVSYRDARRHRIGDARGDPLECAVCLLEFEDDDALRLLPACPHAFHPECIGLW
LEKHVTCPLCRANVLDAPPPPPPPPPSLEQDTASPPPAHETVVVIGDAGASEEAEAEERIRIQCLAGVRRAAGRQALPRS
NSTGHERGGGGMERFALRLPEHVRLEILMSHRLRHVTSAVASVRVREGSAHDAGAVRNAVARLLSLFVPGAGWKGDDEGK
SSKAAEGSSRRRRDESARGGVGEEKRSE*                                                   
>Osat_LOC_Os02g36330                                                            
MAKPFPDPPKPPVPEPPKPGSDGACYDCPSPPPPPPPHSRDHRRVVIALATTASLLFAILLAFSVYCFIRRRRQQRARRE
ALLAPPPSDAAGGGGAPGAPVAAGDGAVGGAGEGEGEGEVLHHAWHIRTVGLDEAAIESIALARYRAGAGMLGATDCPVC
LGEFRDGELLRLLPKCGHAFHVPCIDAWLRAHVNCPLCRAHVLHPADADADAGDGERVPPPAGANGGGGGGGGAATDQAS
SPTDQTADQENPGQQQQGEQHELRVQIDRRDQPSSPEPPRRSPDPRSAQSFRRVASMGSRSPPAPSEDAPEDEQTTTQSS
KEKQGSGGDSACCGKAPSGSGRLHHMRRSFSGGGGRRSLPSRHGRTSSSMLPL*                          
>Osat_LOC_Os02g40664                                                            
MEGMWRKAKKALGAGLCVRLPAVAGDWEDGVSERRASDALSHDASSAAAAHVSAPNTPAAALPGAGPLRRSKSGTKSAKG
MCAICFDPMKSGHGQALFTAECSHMFHFHCISSSVKHGNYVCPVCRAKWKEIPFNRSLSSIVPRGRSGLNVNQARLPQQG
TYMALLRQVPSHHREASGSHTSEPVDFNDDEPLQLIESGDSRDARCSRAVEIKTYPEFSAIPQSSSEDDFAVLIHLKAPC
ANPEQVTGRPFNATSIGYPTSRAPVDLVTVLDVSGSMAGTKLALLKRAMGFVIQHLGPSDRLSVIAFSSTARRLFHLRRM
SHSGRQQALQAVNLLGAGGGTNIADALKKAAKVIEDRNYKNPVCSIILLSDGQDTYNISSNVRGTRPDYRSLVPSSILNH
TICTVPVHGFGFGADHDSDALHSIAESSGGTFSFIEDESVIQDAFAQCIGGLLSVVVQDMRLTVECVHPSVQLHTIKSGS
YLSKVAGDGRNGSIEVGHLYADEERDFLLSLSFPQSRDQTMLLKVACAYRDSVTNEAIKIHADEVKILRPKSPTSEPVCM
EVDRERNRVRAADAIEAARAAAERGALSDAVAILEHCRRILSESFSRKSGDRLCISLDAELKEMQDRMASRQRYEASGRA
YLLSGLSSHSWQRATTRGDSTDSTTLVYSYQTPSMVQMLQRSQNQCPSPPGLRPQLRQTRSLLEKPHPR*          
>Osat_LOC_Os02g43120                                                            
MTRRANHTASPSVNATTAAAAAAMITATPSPPPRLPLPNPGNADAGAGAWGPYASSRAFFSNVATILIILACVSLLAFCL
HAAARCLIRCLARRRDSGAPALAPALAQAQPPKPSSDDGANTGSSGAASAASGVAMVGGWAEAECAICLSELADGGGERV
RVLPACGHGFHGACVDGWLAARASCPTCRAPSRAGEP*                                          
>Osat_LOC_Os02g44700                                                            
MESQELWALYVGVASLAIGMLGVLGVWLCYLFQAVARGPPPDPPPPPTPPCTPETEEDDKNGLSEEELRMLGGICVAVAG
DGEEEEEEQLCPICLDGMEAGRAVRVLPGCSRAFHQDCVDRWLTISPRCPVCNAWVTTQSPGTSPPRTKPALNS*     
>Osat_LOC_Os02g45240                                                            
MATPRSPSPRGDARLDSAPLLGGGGGGGGRRHGGALRRPSLRGAARFLRRSGRRAMREPSLLVREAAADQLEERQADWAY
SRPVVALDLLWNLAFILVAAAVLALSREESPSMPLRLWIVGYAVQCVLHMACVAIEYRMRRGQSGESPMAADEETGTDGS
SSSSDEDAGERAPRGRNGDYVRIAKHLESANTMFSFIWWIIGFYWVSAGGQVLTHDAPQLYWLCIVFLAFDVFFVVFCVA
LACIIGIAVCCCLPCIIAILYAVSDQEGASEDDIRQIPRYKFRRMDEPEKQSVNMTGSSGGIMIECGTNQPIEKVLAAED
AECCICLSAYDDGAELRELPCGHHFHCVCIDKWLHINATCPLCKFNVRKNSSSSGSEEV*                    
>Osat_LOC_Os02g45390                                                            
MLGSGLNLVTTVIGFGMSATFIVFVCARLICGRAARADAEADAAEGRVAAARAMAAGPAPFDFDVEFRATDLDRTIEHTR
SGLEPFVVAAIPTMKYSYEAFQSKDDAQCSICLGEYNEKEILRIMPKCRHNFHLSCIDVWLQKQTTCPICRISLKDLPSG
KPAESPVRSLPQLFSHPESSVSRSPHWILPIHRDRTGGRESSPASQETVEVVIEIQQEMH*                   
>Osat_LOC_Os02g45710                                                            
MGFPVGYSELLLPRLLLQVLLLLGHLHRFLLWAFHAVGLGDLIDNPPGLAATEQDLMLQGRGGGMAEGWASSSALQHRRP
EFRAIPPMAIEEALPVVRFDELVASAPAAVCGGGDCAVCLSGICGRDEVRRLSNCRHVFHRGCLDRWMAHEQRTCPLCRA
PLIPDELLPAASGLPDPSDYDLSYYPSPLPLAPTPTLLRPHELLLNGLGGFQ*                           
>Osat_LOC_Os02g45780                                                            
MGFPLVCYCMAIPKPLIALAKLLAAIREALQLMLFVVGICHHPERSGRPAAVDAPLPDEVKDRLPPLEFAQLLAASEHGC
HGCDDDEAVAGCIVCLERLEADDVVRRLGNCAHAFHRGCIDRWIDLGRLTCPLCRSTLLPRARPAAGPRGRLGRLATRLT
GVVW*                                                                           
>Osat_LOC_Os02g46100                                                            
MARMLLEAAASGSVEDSLNSDLVVILAGLLCALICVLGLGLVARCACTRRWARAAGGGTAAGGGGGGAAAANKGVKKEVL
RSLPTVTYVSDGGGGEAEECAICLVEFEDGQAVRVLPQCDHRFHAACIDTWLRAHSSCPSCRRVLVAAEMPPGERCGRCG
ARSGGRGIGALLLNYWKAPACDAEGPELA*                                                  
>Osat_LOC_Os02g46340                                                            
MASLPPPAPPAIGGDPLAATIPPSLPSPAPSSSSLNLSPSLLIITALLAFVFFASVSIHFLLRCLARPSHPAPSPLPRAS
AAAQRATTASAVEAGEATAASAVGRSHEGEAAAGGGEEVDDEKERLIASLPLFTMASALAALPKSSPDCAVCLSPFAPEA
ELRLLPACRHAFHASCVDAWLRTTPSCPLCRATVSLPHPPLPTAAAAAASNAAQQDPLDSRSSNNSRSFRVEIGSISNRR



SSAAADDRRTYSLGSFDYRVDEEVEAVVSRIARPAAAKSTTGSVTPAPGEALAEAAGSRGWLREYVDRLASSASSLSGRW
SGRWSARWSQSHHSNRQEDSWRWDPEAAVMSAPRGVDDDEPGFVTLYRWIVGV*                          
>Osat_LOC_Os02g46600                                                            
MAAMASSPPTTPNLGSQPTWVPYEPTRDCSQGLCSMYCPQWCYFIFPPPPPAFDITGSSSDDSSGPTFSPLVIAIIGVLA
SAFLLVSYYTIISKYCGTFSSLRNRLLGSSAHRGSGGGADGGDNSRSQEPWSVALSDGMDETLINKITVCKYRRGDGFVD
STDCSVCLGEFREGESLRLLPKCSHAFHVPCIDTWLKSHSNCPLCRCNIAFVTVGMVSPEPEARVPREDRRDNHELVLTI
DNPEHVREEPQNVVTGVAVGNGGRNHEAKDGPGRSEDANGTAEIREDGALMPPTRAPSSLSDTHREGRMSIADVLQASLE
DELMVARESGLLAGSSGSSRRCHGEHSKDGGGRSGRALPDGANMKRLAPAGRSCFSSRSGRGKDSVLPM*          
>Osat_LOC_Os02g49550                                                            
MANDSSSFPRSLLIPLAAGGCSDDDDGYDEGPSDTVSFPSFWPPFPAILSDSDSDVALFPPPPPHVDHCPAPQGAASAFF
GLGFREEDDHDGGEWAPPGEVELPLCWDCLQLEEPDHQRWDIGVNGGGGDEWEQVGIRVEEEEEEAAAAVRSLEWEVLLA
TNSLGSLVVDGADYDGGIDTFFLDDADDVLFGQLAAEHEPPAAKGARAAAKAAVESLPTVVVDAARGDTQCAVCKDGMEA
GERARRLPCAHLYHDGCILPWLAIRNTCPLCRHELPTDDPEYENWKARRAAAGGNGDGDRYGIIRQLSMID*        
>Osat_LOC_Os02g49710                                                            
MAAGATLSVLLLVAGVVLMLVLHVVVVFWALRRGVFLRGAFRVEERRDQRAAGLTPDEIAVLPCHERKEDGGGGGGGECA
VCLEAFQAGDRCRVLPRCEHGFHARCVDSWLRQSRVCPICRAEVEVSGYAGKPAAAVAEASQATTLEIVTERLGGTER* 
>Osat_LOC_Os02g50290                                                            
MACFIGIALCCCLPCVIAILYALAGQEGASDADIGFLPRYRYSDPSEDGQKGTDEGVMIPVLNNSGTSTSERILLHEDAE
CCICLSSYEDGAELSALPCNHHFHWTCITKWLRMHATCPLCKYNILKGSESA*                           
>Osat_LOC_Os02g50930                                                            
MVAAVAASLRSLAPLSAYRSPSHGIHAVVRDSSAYTTRPPPPPPTADGGGNGGRISPAVLFIIVILAVIFFISGLLHLLV
RLLMKKQHRRGGAENAAPSPHSRHVGRDAAMDRQLQQLFHLHDSGLDQAFIDALPVFAYRDIVGGDKEPFDCAVCLCEFD
GEDRLRLLPVCGHAFHLHCIDTWLLSNSTCPLCRGTLYVPGLTIESLMFDFDERLEEGRLSEECEDGFQSSRQKKPMDEE
QTVTEKRVFPVRLGKFKNVGNTGVGGVDNGNAAGIVSREPGESSSSSLDTRRCFSMGTYQYVLGASELRVALQPGRNKNG
VGSRLKGRATGISSVNAEIMEGKRICAKSKGESFSMSKIWQWSNVKGKLPAGSDNCSETASFPWMKRDATGDKSNM*   
>Osat_LOC_Os02g50990                                                            
MEVAAAEDALEESGVAVYLPRLLAGVISGALTGLFALAGALTGAVTGALAGRASDSGVLRGAGLGAFAGAVLSIEVLEAS
RAYWCSDRLGSHGTSSMADFIEQLLQARFVQEQIVPSGYATHRWQVSISDFGHDDLYDIFGDCSSKGLSRESLNKLPHYV
VTDQTRNSFGEDLSCTICLQVHLSKLALCCRQTCLAALHNFAHGLGSTTIIKAKQHPFHDCRQYSECLVSIFELSPFWQS
LLRKSRSPVI*MEVAAAEDALEESGVAVYLPRLLAGVISGALTGLFALAGALTGAVTGALAGRASDSGVLRGAGLGAFAG
AVLSIEVLEASRAYWCSDRLGSHGTSSMADFIEQLLQARFVQEQIVPSGYATHRWQVSISDFGHDDLYDIFGDCSSKGLS
RESLNKLPHYVVTDQTRNSFGEDLSCTICLQDIVTGETARRLPNCSHTFHQPCVDKWLVGHGSCPVCRQCV*        
>Osat_LOC_Os02g52210                                                            
MPSCRARMHAHQHQHALLAALLACALAASSSTAGAQPAGQQGYAYGDVSGQQVHVSTTMIVLLAAVVGVFLFIAISTIYL
RHCTGYDPATEGGGVGGSRSMILPANSFVSRRQRRPRGLDSSVVRMFPTMKYAEAKALRVGKVAGAALECAVCLSEFEDD
EMLRFLPKCSHAFHPDCIGQWLASHVTCPVCRRNLDPNKDTTEEVIIPAAAAADPNSTSSEIVVIRQEDGAHPAAVVIDV
VTEEDDEERRKEELELQAIGTQLRAMRSRSGLRPKTSAAKLPRSHSTGHSLAVRLDGDLERYTLRLPEHVHREMVAAGEQ
SVRRGRRLGEGVGMGARCSPRFSRSGRWSSFLSNSLSGKLSFLSPSSRRTPDSTQVEVSSSSSSSVTKVKGKRVAAVDVA
DDGSAHGTAQYPGCTVASSAAAAAVDVEKAATRRRMHK*MPSCRARMHAHQHQHALLAALLACALAASSSTAGAQPAGQQ
GYAYGDVSGQQVHVSTTMIVLLAAVVGVFLFIAISTIYLRHCTGYDPATEGGGVGGSRSMILPANSFVSRRQRRPRGLDS
SVVRMFPTMKYAEAKALRVGKVAGAALECAVCLSEFEDDEMLRFLPKCSHAFHPDCIGQWLASHVTCPVCRRNLDPNKDT
TEEVIIPAAAAADPNSTSSEIVVIRQEDGAHPAAVVIDVVTEEDDEERRKEELELQAIGTQLRAMRSRSGLRPKTSAAKL
PRSHSTGHSLAVRLDGDLERYTLRLPEHVHREMVAAGEQSVRRGRRLGEGVGMGARCSPRFSRSGRWSSFLSNSLSGKLS
FLSPSSRRTPDSTQVEVSSSSSSSVTKVKGKRVAAVDVADDGSAHGTAQYPGCTVASSAAAAAVDVEKAATRQVRT*   
>Osat_LOC_Os02g52870                                                            
MSSTMPAQGGVRHHRTCRMYWCYQCGRAIRIISYPSTDVFCPRCFGRFLHEIDPPPRPAPPPPHFFPQPYHPHYDGHPRR
WLIYGGEAPPVAAPGRAFRQPAPAVPGRAFRQPGPAPAPSPAPAPPRRRMPSPPPVARRPSTPPAIDPGNYFNGPNLNNL
IEELTQNDRPGPAPAPSSAIDSLPTVQITGAHLSDGSQCPVCKEDFELGEAARQMPCKHVYHSDCIVPWLRLHNSCPVCR
YQLLSSAAAGSNANSRARRGSANNGGGGGGGDGRDREQTIVRWGPFSWMWPPRGLEDPDDGWEYGRRGRPEAGDAGAFYA
WWRSLFLF*                                                                       
>Osat_LOC_Os02g54624                                                            
MHASRMEQTTGVSGHEHIIDIPRDSGPSTSTSHSVARENHGEPNPVDRSATRALVPALQAPSAVGAPSAGHTSGARRSDN
YVRRHRSPLNSGLWISIEVLVNVSQIVAAIVVLSLSRKEHPQAPLFEWVIGYTVGCFATLPHLYWRYIHRNIVNGENEPA
HTLQGSSQNNSTEPSASASERRRNAARNAVLANPRINALFDHFKMALDCFFAVWFVVGNVWIFGGRSSAADAPNLYRLCI
VFLTFSCIGYAMPFILCAMICCCLPCIISVMGFREDTNNTRGATSESINSLPTYKFKTKKRRHSSGNEAEGQDGGIVAAG
TDKERSLSAEDAVCCICLAKYAHNDELRELPCTHCFHKECVDKWLKINALCPLCKSEIASSSGTSDTRRSDHTDIPVQEI
EMH*                                                                            
>Osat_LOC_Os02g54830                                                            
MSNSTWQPSPPQTPAAAASSASGIDGVENKISPSIVFIVAVLAIVFFVCGLLHLLVRHLLRLHRQRRAREDAESATAFEG
QLQQLFHLHDAGVDQAFIDALPVFLYRNVVGVGGEDGKDPFDCAVCLCEFAADDQLRLLPKCSHAFHLECIDTWLLSHST
CPLCRRSLLAELSPTCTPVVMVLESESSRDMVHAADDEPADVGGEDAPGAEEVVEVKLGKFMCVEGNVFFNVNAIAGEGD
RAGTSSNGNGDANAKAGGLGQRRCHSMGSYEYVMDAHASLRVSIKPPRKKPAAAASKSRRRGAMSECEFGASKRGESSLR



LPPFRATPRKNPDDDAAAAAGAKLAKDSFSVSKIWMVPSKKEPGAAAERRAVSFRWPAAKDWDVEAGSCGGNSAVSSVAA
EERPSFARRTLLWVVGGSRQLSRVGSCS*                                                   
>Osat_LOC_Os02g55480                                                            
MVLMAGMLPGVECARRRRLRQGGGEAPCGTRRPSLCLYAGGHDHALLGSSACKQQRSACEEQQPGWWTLDSNVREAKERL
DQKLRSQRESAVVVVKRHNKAQVAGTSSDGGEQSTATTAAPQWEVYTRKEGRRRMWFRRLGRRPTPEEEEECAVCLEELR
AGEAVAHLPCTHRFHWGCAVPWVQTASRCPVCRAAVYLTSPAPAASNNYN*MVLMAGMLPGVECARRRRLRQGGGEAPCG
TRRPSLCLYAGGHDHALLGSSACKQRSACEEQQPGWWTLDSNVREAKERLDQKLRSQRESAVVVVKRHNKAQVAGTSSDG
GEQSTATTAAPQWEVYTRKEGRRRMWFRRLGRRPTPEEEEECAVCLEELRAGEAVAHLPCTHRFHWGCAVPWVQTASRCP
VCRAAVYLTSPAPAASNNYN*                                                           
>Osat_LOC_Os02g55520                                                            
MGAGSSRADAPPRRRAAARGLGLGLAGCFGGGSSGAATGGGGGGGATAASSSRAHEVESWQAARAVAEMDFRASVAAKDI
RISSESDPRVHPSSSTISHHLRFNHLNSHENKEDALGTEIAETSVRQSSSGKEVMPRGNFSNEVAYAEITSREGISHIGR
DILEPAANNAETDTVCIPEVGGPVSESGFSSSQRASERIMADLEAGEIAHGTSSTTIMSSERSDTSQSSLTSVLPATSTA
PSTIGESLPDTVPSREDVPIFSGTQGEIGGNTLHDDMMSIFSNDGPARVRDSSSNEMRRSHRRVLWDTFSRRSSRGYLDS
DTDDLGFYSRWLDLGDELFADEIEEARFFHRRRHGSIRVSQYSRSRIREHRRAVFDSGTDQSTVACPLGIHQIGRCTCDS
FLIAEESSARASISRIVMLTEALFEVLDEIHRQPASLSLSMVSAQAPESVVNSLPCKSYKKQTAQCSDDMEQCHICLTEY
EDGDQIRSLPCKHEFHLLCVDKWLKEVHRVCPLCRGDVCEGAA*MGAGSSRADAPPRRRAAARGLGLGLAGCFGGGSSGA
ATGGGGGGGATAASSSRAHEVESWQAARAVAEMDFRASVAAKDIRISSESDPRVHPSSSTISHHLRFNHLNSHENKEDAL
GTEIAETSVRQSSSGKEVMPRGNFSNEVAYAEITSREGISHIGRDILEPAANNAETDTVCIPEVGGPVSESGFSSSQRAS
ERIMADLEAGEIAHGTSSTTIMSSERSDTSQSSLTSVLPATSTAPSTIGESLPDTVPSREDVPIFSGTQGEIGGNTLHDD
MMSIFSNDGPARVRDSSSNEMRRSHRRVLWDTFSRRSSRGYLDSDTDDLGFYSRWLDLGDELFADEIEEARFFHRRRHGS
IRIREHRRAVFDSGTDQSTVACPLGIHQIGRCTCDSFLIAEESSARASISRIVMLTEALFEVLDEIHRQPASLSLSMVSA
QAPESVVNSLPCKSYKKQTAQCSDDMEQCHICLTEYEDGDQIRSLPCKHEFHLLCVDKWLKEVHRVCPLCRGDVCEGAA*
>Osat_LOC_Os02g56280                                                            
MESRWRKAKMSLGLNLCVYVPRTLDDGDSPSTGSSTAALVSPVASSSSAATSANTTPTAEQRVKGAGALMPTTPTPTSAG
LRLSKSGSKSFKKTCAICLTTMKPGQGHALFTAECSHTFHFHCIAANVKHGSNNCPVCRTKWKELPFRGPLPGEFPQGSA
RINPVNGHQNGGQMTILRPLPRARSSGRLHHMTSLLPDTDRSIFNDDEPLDSLSEANEGSQQGCLRTVEIKTYPEFTEVP
ESTSERNFTVLVHLKAPLAQTLQTSSKLEDGNSLGTTRAPVDLITVLDVSGSMAGTKLALLKRAMGFVIQNLGSSDRLSV
IAFSSSARRLFPLRRMTETGRQQSLQAVYSLTSNGGTNIAEGLRKGSKVIEDRQAKNPVCSIILLSDGQDTYTVSPTAGV
HKAAPEYCSLLPYTSNGCQQVPVHVFGFGADHDSVSLHSISQTSGGTFSFIETEAAIQDAFAQCIGGLLSVVAQDLHVKV
ESLHPDVHFGSIRSGSYSSRLADDKRNGSIDVGDMYAEEERDFLMSVNVPPGYGETALLKVGCVYKDPLMKETINMADVQ
VKISRPAFVSVQSVSIEVDRQKNRLHAAEVMAEARLSAERGDLTHAVSLLEDCRRMIMGSTSGQSGDRLCQALDAELKEM
QERMANRQRYEASGRAYVLSGLSSHSWQRATARGDSTDSESLIQAYQTSSMVDMLLRSQTMSRSSTPPQMRHVKSFPARP
QPR*                                                                            
>Osat_LOC_Os02g57460                                                            
MDADRDPIFPVQQMPSLLFPPPPPRPLALDSTSSASSSFVPHHPSITSFPILVLTVLGILTTSVLLLTYYIFVIRCCLNW
NSSSSSDTRTAGLISRRRRGAASSSLPAVAEPRGLEEAAIQSLPAFRYRKAIKDTTADSSECAVCISEFQEEERVRLLPS
CLHVFHVDCIDTWLQGNANCPLCRAAIATNDSQLPLDQFVRPEVVVIQVITGAEEEGAQAPQQEANTAASDPAVDATSTN
QQVSSKKTKNQNAWHVSISKGDECIAVRRDRNVLPLRRSFSMDSLGGAGEVHLQIQNILQRSTHFHRDISDSSSSSTGTL
*                                                                               
>Osat_LOC_Os02g58540                                                            
MRVLVHSAESPATPAAAISIDSDMVVILASLLCALICVAGLALVARCACRRRGAATTTTTTTTTPAATSPAPKGLKKKAI
DALPTVSFALKQQQQQAECAICLAEFAGGEELRLLPHCGHAFHVSCIDTWLGTHATCPSCRATVGTSTLFLPLPGRCRRC
GEVDLPTLHDFSTATATAHHNTPP*                                                       
>Osat_LOC_Os03g01790                                                            
MASRPRGRRLPPPHPPLIQEILDDDLFDVEVNYSDEEEEEEEEESDEEESESEDNEPEEVVPGQESIGEGCGPAIQARVS
GAAAEKNACPVCMEAWASQGAHRICCIPCGHIYGRSCLERWLRHKGNTSATCPQCGKRFRPKDITNLYAPEVAVPNNDLE
KEVLYLRGKAESLGETVMKHEKLIEEMNERLVELTSAQKRQILSEQRLMNVGSSKRQKEFFMDGLRVMAIDAFNQTILAS
GKAPGIGQEHVLYKFSMVSHHEARNIQLPLDTKTVRDICILPSGSAIFTSLGRKLSSFSMTADRVVLQCDLPCPGWSCSA
DESSRQICAGLQNGNLIIFDIRQTSRPLHSMVGLSTHPVHTLHTVIDNNGSRKFLSASSIGPCMWDTDGIQGRPKLLLGT
DNQRVCISLACAPSSSDLLVASFRPKVETSEDATASQVYLSQTPTPSGGGKLGYHSFIRRAGNSSSFTEDRTCSTLVSEI
RMSKSAIIPYGNNQHLFAYGDESLRGVRTWRLPSFEMHSDLSSLQQPVLDLRYAESSSGGRYLGYLSTEKLQVFRIR*  
>Osat_LOC_Os03g04890                                                            
MAPAWDRAKHALATRLCIRFPARQRAVEDAPAEDEAPPPPAAAAARAVPEEKLKSPSVSVRRLSSSGSWGKKKVCAICLG
GIRTGGQALFTAECSHEFHFHCISSNVNHGNYVCPVCRAEWKELPFQGTQPGDTAYGRARVSTVNWPQDEGQMSVVRRLS
HGYSGNLQQQLAVFRTPEASIFNDDENIDPQSETVDDHNAVTNSVEIKTYSEFPAIQKSERRKVFAILIHLKAPKSLDSV
SSRAPLDLVTVLDVSGSMSGIKLSLLKRAMSFVIQTLGPNDRLSVVAFSSTAQRLFPLRRMTLTGRQQALQAISSLVASG
GTNIADALKKGAKVVKDRRRKNPVSSIILLSDGQDTHSFLSGEADINYSILVPPSILPGTSHHVQIHTFGFGTDHDSAAM
HAIAETSNGTFSFIDAEGSIQDAFAQCMGGLLSVVVKDMRLCIECIDEGVSLTSIKSGSYASQVAGNERSGLVDIGDLYA
DEERGFLVTLHVPAAHGQTVLIKPKCTYLDAITMENVQLDGEEVIIQRPAYCVDCTMSPEVEREWHRVQATEDMSAARSA
AEDGSFSQAVSILESRRRILELHAAHSSDSQFLALIKELREMQDRVESRQRYEESGRAYMLSGLSSHSWQRATARGDSTE
LTTLINTYQTPSMVDMLQRSQTILPSVVEMLNRSSTVATSKSFSSYLPTSRHIA*                         



>Osat_LOC_Os03g05270                                                            
MEMDLAVEQYGCVHYRRKCKIRAPCCGEIFDCRHCHNEAKDSLEVSISDRHEIPRHEIKLVICSLCNKEQDVQQDCSNCG
ACLGKYFCAKCNFYDDDVSKNQFHCDGCGICRTGGAENFFHCDKCGCCYSYVLKDSHHCVERAMHHNCPVCFEYLFDSTK
DISALHCGHTIHLECLYEMRSHQQFSCPVCLRSACDMSHAWQKLDQEVAASPMPVIYQKKMVCKFSYLCSSVQPGNYTLN
KSFCGFFGSVRYGSYATTVGRHRTCNSTYWDTSAPDAALTTPGRQEPPLLPRAPESEF*MEMDLAVEQYGCVHYRRKCKI
RAPCCGEIFDCRHCHNEAKDSLEVSISDRHEIPRHEIKLVICSLCNKEQDVQQDCSNCGACLGKYFCAKCNFYDDDVSKN
QFHCDGCGICRTGGAENFFHCDKCGCCYSYVLKDSHHCVERAMHHNCPVCFEYLFDSTKDISALHCGHTIHLECLYEMRS
HQQFSCPVCLRSACDMSHAWQKLDQEVAASPMPVIYQKKMIWILCNDCGTTSNVQFHILGHKCPGCSSYNTRQTRAAPAA
ACSRV*MEMDLAVEQYGCVHYRRKCKIRAPCCGEIFDCRHCHNEAKDSLEVSISDRHEIPRHEIKLVICSLCNKEQDVQQ
DCSNCGACLGKYFCAKCNFYDDDVSKNQFHCDGCGICRTGGAENFFHCDKCGCCYSYVLKDSHHCVERAMHHNCPVCFEY
LFDSTKDISALHCGHTIHLECLYEMRSHQQFSCPVCLRSACDMSHAWQKLDQEVHFPSPIAQLIH*              
>Osat_LOC_Os03g05560                                                            
MDAPPAFRSSSPSSSNASVPMVVITVVGILAAFALLASYYAFVTKCQALRGLWSRGAMPWRGHGGGGARRRAAREASVIR
TVATEERGLGMPFIRMLPVVRFTAAACGGAGGEGGGGGVGARISVSECAVCLSEFVERERVRLLPNCSHAFHIDCIDTWL
QGNARCPFCRSDVTLPFTPPAAAAPVRPTSATHPDDDEDAESARRHHHHHHNHNHRPDDELINSIVIEVRGEHESWVSHR
GGAAAAPPATKRTPQRRRKPESVGDEAIDTRKKYDEEFAVQPMRRSLSMDDSCHKQLYVSVQEFLTQQRQV*        
>Osat_LOC_Os03g05570                                                            
MDAAGMAGAPMASPPPYDNPTAGFPIAIVIAIGFMVTSLILASYYFLVVRCWLRGTGGGGAAGAGLLHRSRRESAAERVA
AVFFTDYEAEVGGGLDPDVVAALPVVKYRRAASGKSASPQECAVCLSEFVRDERLKLLPSCSHAFHIDCIDTWLHHNVSC
PLCRTVVTGGAIGLLVRDDQYDASSRELAAGERRIDAAARMGHGISSCRFPKTGAEQEPIRRSFSMDCFLGDLGRKPPPP
PPKDPAGSEAGPSHPDAAGSSSIVGTAGAGETSGRFRRLLSSFGLGRSSRSTVLPIHLDP*                   
>Osat_LOC_Os03g07130                                                            
MNRRRTMLLLICLCATFCLMTQLGAANVVLMGTNLTLSFDDVEASFAPGVKGSGFEGVVYTAEPLDACSPLTSKAEKGPP
SPFALIIRGGCTFDEKVKNAQDAGFKAAIVYDNENSGVLISMAGSSGGIHIYAVFISKASGEVLKKFSGHTDVEVWILPA
FENSAWSIMAISFISLLAMSAVLATCFFVRRHHIRRDRPRIPEAREFHGMSSQLVKAMPSLIFTKVQEDNCTSSMCAICL
EDYNVGEKLRVLPCRHKFHAACVDLWLTTWRTFCPVCKRDASTGIPDPPASETTPLLSSAVRLPSQSSSFRSSVAASPPR
PISRRPSSQSISRIYAASGTPNSPNPIRSFTNSTAMSISRSNVDLSNMSSRPRASHLASAHSLVGSHLSPPINIRYASPH
MSHSGYASPSPHVSSSYVSNSGYGSSSYYLGSSSQHRSYLRRCGESGPSLSTMAPQSPQQSQLRHGGESDLNLAGASSGQ
SFRQSYLRHCADSEVNLAGASSGQSFRQSYLRHCADSDASLSAMASAQSLPGC*MNRRRTMLLLICLCATFCLMTQLGAA
NVVLMGTNLTLSFDDVEASFAPGVKGSGFEGVVYTAEPLDACSPLTSKAEKGPPSPFALIIRGGCTFDEKVKNAQDAGFK
AAIVYDNENSGVLISMAGSSGGIHIYAVFISKASGEVLKKFSGHTDVEVWILPAFENSAWSIMAISFISLLAMSAVLATC
FFVRRHHIRRDRPRIPEAREFHGMSSQLVKAMPSLIFTKVQEDNCTSSMCAICLEDYNVGEKLRVLPCRHKFHAACVDLW
LTTWRTFCPVCKRDASTGIPDPPASETTPLLSSAVRLPSQSSSFRSSVAASPPRPISRRPSSQSISRIYAASGTPNSPNP
IRSFTNSTAMSISRSNVDLSNMSSRPRASHLASAHSLVGSHLSPPINISYYLGSSSQHRSYLRRCGESGPSLSTMAPQSP
QQSQLRHGGESDLNLAGASSGQSFRQSYLRHCADSEVNLAGASSGQSFRQSYLRHCADSDASLSAMASAQSLPGC*MNRR
RTMLLLICLCATFCLMTQLGAANVVLMGTNLTLSFDDVEASFAPGVKGSGFEGVVYTAEPLDACSPLTSKAEKGPPSPFA
LIIRGGCTFDEKVKNAQDAGFKAAIVYDNENSGVLISMAGSSGGIHIYAVFISKASGEVLKKFSGHTDVEVWILPAFENS
AWSIMAISFISLLAMSAVLATCFFVRRHHIRRDRPRIPEAREFHGMSSQLVKAMPSLIFTKVQEDNCTSSMCAICLEDYN
VGEKLRVLPCRHKFHAACVDLWLTTWRTFCPVCKRDASTGIPDPPASETTPLLSSAVRLPSQSSSFRSSVAASPPRPISR
RPSSQSISRIYAASGTPNSPNPIRSFTNSTAMSISRSNVDLSNMSSRPRASHLASAHSLVGSHLSPPINISQHRSYLRRC
GESGPSLSTMAPQSPQQSQLRHGGESDLNLAGASSGQSFRQSYLRHCADSEVNLAGASSGQSFRQSYLRHCADSDASLSA
MASAQSLPGC*MVLHYLTLKFTVAGSSGGIHIYAVFISKASGEVLKKFSGHTDVEVWILPAFENSAWSIMAISFISLLAM
SAVLATCFFVRRHHIRRDRPRIPEAREFHGMSSQLVKAMPSLIFTKVQEDNCTSSMCAICLEDYNVGEKLRVLPCRHKFH
AACVDLWLTTWRTFCPVCKRDASTGIPDPPASETTPLLSSAVRLPSQSSSFRSSVAASPPRPISRRPSSQSISRIYAASG
TPNSPNPIRSFTNSTAMSISRSNVDLSNMSSRPRASHLASAHSLVGSHLSPPINIRYASPHMSHSGYASPSPHVSSSYVS
NSGYGSSSYYLGSSSQHRSYLRRCGESGPSLSTMAPQSPQQSQLRHGGESDLNLAGASSGQSFRQSYLRHCADSEVNLAG
ASSGQSFRQSYLRHCADSDASLSAMASAQSLPGC*                                             
>Osat_LOC_Os03g07790                                                            
MNGSRQMELHYINTGFPYTITESFMDFFEGLTYAHADFAIADAFHDQANPYWAMMHTNSYKYGYSGAGNYYSYGHVYDMN
DYMHRADGGRRIWDNATPVNNTESPNVVLQGGETPHANTSSTTEECIQQQVHQNSSSPQVIWQDNIDPDNMTYEELLDLG
EAVGTQSRGLSQERISLLPVTKYKCGFFSRKKTRRERCVICQMEYRRGNLQMTLPCKHVYHASCVTRWLSINKVCPVCFA
EVPGDEPKRQ*                                                                     
>Osat_LOC_Os03g08920                                                            
MAHRRIALAVLVTLLLSAFRPCLAQQSNDDTSKHHRSATAGGFTPTTVVVLVALITAFVLLTVFSVLINRCAQARAPPRR
AFRSTASHQPVGGAAAASRASRGLDKEVVEAFPTAVYGDVKARMAAKSGPLECAVCLAEFADSDELRVLPACCHVFHPDC
IDPWLAAAVTCPLCRANLTAPPVSLAAAESSDLTAPEEAVQEEESEELDEASLMATFTPESVIDFGATHDHEFDRAGYPH
YRRTQSAMDAAPDRHTLRLPEHVMKELAADRRHRRAASLAGYPDSVERTPRWLTSLWRSVSWQRQSRADWDAGEEHGGSK
RVHPVAGAQDETPSGSGSDGSKENSDSDALNRV*                                              
>Osat_LOC_Os03g10890                                                            
MTSASELFTARRARAARLSDPDPDPDPPADALHDPHGLADRRGRRRGCRPRRQLDAAGDVRQHLHTGAPPSRRRASYTDR
VLSYIDNSNIGDSATRRNRLDRLMFRTNERLPGAVLQAQARVLERLRGISIGSSVSRPSITLDEFSATDVFRIIDFGNRD
APYEANRSSSSLAHPSSESDEERSPIDTSSLKRSRGLSKAAFLRLQIEIFEASKDDNREASPECSICLDGFYDGDELIKL



RCGHRFHSNCLEPWVRKCADCPYCRTNIQSRS*                                               
>Osat_LOC_Os03g16480                                                            
MASSPVSYWCYHCSRFVRVSPSTVVCPECDGGFLEQFPQPPPRGGGGSGRRGAMNPVIVLRGGSLSGFELYYDDGSGDGL
RPLPGDVSHLLMGSGFHRLLDQFSRLEAAAPRPPASKAAVESMPSVTVAGSGAHCAVCQEAFEPGASAREMPCKHVYHQD
CILPWLSLRNSCPVCRRELPAAAAPESEADAGLTIWRLPRGGFAVGRFAGGPREQLPVVYTELDGGFSNGVGPRRVTWPE
GDGHVDGGEGRIRRVFRNLFGCFGRSSRPESSSSQSRSG*                                        
>Osat_LOC_Os03g16570                                                            
MSFVFRGSRGDIEAGGFPGFAPERRAMRIHAGGRPVNSNLAFLVTVLMLFMVLNSHQMSPNFLVWLVLGVFLMATSLRMY
ATCQQLQAQAQAHAAAANGFLGHTELRVHVPPTIALATRGRLQSLRLQLALLDREFDDLDYDALRALDADNSPHAPSMSE
EEINALPVFKYKVQAHQGSASFRKSDGPSQPSVSSTESGNEKKQDRFKADATDNTLEDELTCSVCLEQVVVGDLLRSLPC
LHQFHANCIDPWLRQQGTCPVCKHRVSDGWHGEADASNMV*                                       
>Osat_LOC_Os03g19020                                                            
MGKGGEGAVPVGESGGRRRRRPGEDGGDDDDEEYVVEEDEEEECDEDLSASSAGEGGEGTDEEYEEGDEDEEEDETPRPR
QPVKSRENGRKGKADPPVARSRRRKYEDDDDYSEEEDDRVDEYGEDLEEEEEDLEEEEEEDDEAPRSKRMKKRGGRNVEG
KLPLERSNRRRYEEDMDFDPDMDEEEEEEDVDFDPEVEDEEEEDFEDEEDDELEATKVRVKNMGRRKSTLNQRRGKMKSS
SKVASRKVGSVKARNAASIRRRQKKRSMLDRYEDDDFIVEDEVMADWQPRKKARIRKQMEVDPPTPVFEAEIWPTIDSDT
TDFEFVTSDEEAAIAEPTRVIKKGRKKRVFVSDSSSDSEFVVSDKELGNLKESEPPESLKVLPSSPRKISVTGNGEHKGK
EKKEPQEAGRATCGICLSEEQRVTVQGVLDCCSHYFCFACIMQWSKVESRCPLCKRRFTTITKSSKEDTGLELTNSVIRV
EERDQVYQPTEEEIRRWLDPYENVVCIECNQGGDDSLMLLCDICDSSAHTYCVGLGREVPEGNWYCGGCRLDGEAHSYHN
HVNGNSGMFGAISPIGTFERQGIDLNVSPREIPRGNHSVESQASTAGASTPSGRQTNATNFRRRQMHDWIRSLLSRPRTT
LGPVMHHNGVHQSGFVPSTEPDHMNFCAPLESDTLHNTGSVPQSEPSQNFHVMSEANTSETSFGRHAALSERRQIYERFF
MLLSRPSPTIRPDLCHNASEHGSSVPRVEPNHMNFHAPPVANSPQTLLDGIPNRSNGFSFTQAHSNFVDGNNFQGTEGV*
>Osat_LOC_Os03g20870                                                            
MEEEPSATCRYFCHMCSLIVRPEMGIEEVKCPHCHSGFVEEMVGGDDDDGRRSGNAAAGGRGAASEENADDEATPAPPPW
APMLIDLLGVSSRRHGLDDGSSDLAAFARRQYRNIAFLQLLSALQDDDEAGGDTPGDSGRERLVLVTPADGNGAAATSGF
TLGDLFLGPGLDLLLDYLADTDPNRQGTPPARKEAVAALPTVRVHDAAGATCPVCLDEFEAGGEAREMPCKHRFHDGCIL
PWLEAHSSCPVCRYQLPTDDEPTAGNVVVAAEGGDELIGNARGGGGDGDGDGGSSGRRRWLSWPFGGLFSHRSSRRSSSS
*                                                                               
>Osat_LOC_Os03g22080                                                            
MARRCLVTSSDTAAPPPPAAAGAAATQAPHLPRRGLHGPAAMKVAIAGNVVVAVLFVAVIVWRLFFFGGRDRAGGAAASA
AADADGESSSAGSSPCASPRAGGGLGREDLMALPVYVHGASAAADGGAKAEECAVCIGELRDGDTGRLLPRCGHRFHAEC
VDKWFRSHATCPLCRAAVAAADGDSGGEGDTKVAVVQQDV*                                       
>Osat_LOC_Os03g22110                                                            
MLPVSAVSSGAGAGGGKAALGELDISALPVFVHVAGCEAAAAVECAVCLGEVRDGERGRLLPRCGHRFHVECIDRWFRAN
STCPFCRAAVVAGEPGGAAAAAGDKGDAVAVAVVGVPDVVVHVQVEEG*                               
>Osat_LOC_Os03g22680                                                            
MELDDASRHGFGRMGFGCKHYRRRCRIRAPCCNDVFHCRHCHNESTKDGHELDRHAVESVICLVCDTEQPVAQVCYNCGV
CMGEYFCSACKFFDDDVDREHFHCQDCGICRVGGKDNFFHCEKCGSCYSVSLRDKHCCIENSMKNNCPICYEYLFDSLRE
TSVLRCGHTMHLQCFHEMLKHDKFSCPICSMPIFDMDKFLRALDAEIEANMLHIDYMGKGWIVCNDCRDTTQVYARVAGH
KCCHCQSHNTCRVAAPVLPA*                                                           
>Osat_LOC_Os03g22830                                                            
MSGGRQSYWCYQCRQRVRPRGQDMECPYCDSGFVSEMDDVDALMRHFVGMDPDFHRDPRFGIMEAISAVMRHGMAGTNRE
VDVRGRPNIFSDLEMEFGSGPWLLFRGQLPGHLSEDNGFDVFINGRRGVGMRRANIADYFVGPGLDDLIEQLTQNDRRGP
PPATQSSIDAMPTVKITQRHLSGDSHCPVCKDKFELGSEAREMPCKHLYHSDCIVPWLEQHNSCPVCRYELPPQSSTGAS
CSRTRSTNQSQSSSSNGRTNGRQRRRNPFSFLWPFRSSSSSSR*                                    
>Osat_LOC_Os03g26300                                                            
MAEVGGGGLPPSRAVLASRFRSNSDHLMRLHSTWINSAATPAAAPYSRESLAMLAARLLSVSDDHLQRQQQQHVSMIIST
SLPGCTTGGVAPAFKEAIEALRDVVVDQLAPAAECAICLHGQDAATAAAGRWKEMPCGHRFHGVCLVKWLRVHGTCPMCR
HQMPAEEAAAAAAAEGRRS*                                                            
>Osat_LOC_Os03g26370                                                            
METEEDDHRLHPRTRTIADLLNQLDQIHSTSATRTTGGGGGVAPASDEAIEALKDVTGDIDQLPAECAICLHGGLDAAAA
PAGWKEMPCGHRFHGGCLEKWLRAHGTCPMCRHQMPTTTAPPPPAAEQEDYLDGDEEEDAGDDDEVEAGVGPLPLELRVV
VAHSSGGYGGVAASASTTRRLLAWSTTI*                                                   
>Osat_LOC_Os03g26420                                                            
MDDDGGAGRDGILAFAHQLARQAAFLLQASNDLLASLLQSTSRGGGGADILSFANQLARQAGAFLQDSNDILASLLQSTS
RGASAGAAAASDEAIQALKDVGGGDVDGGGQKLDCAICLNHDDPSASAAAGWKEMPCGHRFHGGCLEKWLRMHGTCPMCR
HQMPAAEVVEGAASEVTTSEPLLLIARVRRSGDGGNEEEHYHYYLYEIRVQYSTNVEINP*                   
>Osat_LOC_Os03g27360                                                            
MAPTTTCQRILLLLLLLLLLAIARPASSQLFTPAPPPPVQAADGGGSAGFNVATSLLFVGVVIALFLLGFFSAYLRRCSE
AATAAHRLRGGGGGGAVHASAAVAAAAAAAFAGSAGRRRGRAGLDVAAMEALPVLTYATARAVKAGRGALECAVCLAEFA
DGGEKLRLLPGCCHVFHAACIDVWLAAHVTCPVCRADLADPAVAAAGHVLAADLAAQAEAPNHTVVNVDTPESTIGKDSP
SDQQPPESLTAEERVDRYTLRLPERLKREIEEAKLLRRSVSAVTAPAAASSGRWASAASRTMSAARPSRRWSALLRALSG



PRYSDMDGGGGGGRRVAPLQTHGATGTSHGEGEDVEVVVVHGDAGTDVEKYYAHSLTFAGFVIDGDVAAGDWNPEVFQVS
TAVPAAAGATAMKCNSY*                                                              
>Osat_LOC_Os03g28040                                                            
MVMAGAMVAGAAAAAAAILALMTTTQHDRLGEECDAVVAPAAQECAVCLCELAGAAGCSEPEAAAAAVRTLPGCGHGFHA
ECIGRWLPLRAECPICRRPVVTGADGQAPVAVAEAAAAAAAPAWSRAARMACEFGDGRVVWTRSPSA*            
>Osat_LOC_Os03g28080                                                            
MAVTGTSVAAAATMLAAAAAIFITFVVCFYLFLCAKRYRGAAPTIGGDSGGGGRGRARFVFGGPGDGGCGGGRGLDEAAI
AALPTKVVAAAAEGGDGGDPAADCAVCITELAAGESARVLPRCGHGFHVECVDMWLRSNSTCPLCRCAVIDEALPPPPAV
RPPEADAESPNFPTNVLFFGSQDAVRTGGAAAATPPPPPPSSHHQQQPAFPPQPSAGPIAGVAAVVEAARIAALRRLLGC
GGATPPPPPAPAQGDRDVEMGLPGGESSASRPATKPQPGS*                                       
>Osat_LOC_Os03g40170                                                            
MGSVLCCLADDGRPVCCFRLPWPIFNAAHNHNHNSGSIARPRADTRVAPDQGRISLTAPSQHDSMDTFRCPPRPLPWDDP
RFSHHTEHHPLVGGHDKASTTFHKSGSLGESKNADSISNSKAVKDDGPSTAVKDDGSSVKHHSDGLHIGKEQVHDLFDFE
DDCPICLEEYDYENPKMTLQCNHNFHLCCIYEWMERSQACPVCSKVMLFHEDS*                          
>Osat_LOC_Os03g44636                                                            
MDTEEAVHLVVVGVVAVGAVVFLLAAAASGACGCAAAFPAARWRKRAQVGDDDDDVESALGGATTVTTYEQAAAASSSSP
AAGAAAEGADTCAICCQEYSGADKVRRVVRCSHFFHAGCVDGWLREKRNCPLCRAVLSSLPPLPNPGCRRGRAAPPCPPP
LPPPLSSANYLSGFCRSHFVLDY*                                                        
>Osat_LOC_Os03g44642                                                            
MDPDAALRVELVGVVAVGAVVVVLAAGAFPGGRWRKRAAARVDDVERALGAATLMTYEQAAAAAAKKASSSSRAAAAAEE
QGEDRCAYCQSEYAGADEVRVVQCGHFFHAGCIDRWLRKHRRCPLCRGGLSPLPPLPKPGCRPMPPRTSRPAASSATATA
SAAG*                                                                           
>Osat_LOC_Os03g57410                                                            
MSGGGAPPGAPGMMTPGDGNSVGMFSSDRIGGFGYGVGVSVGILLLITTITLASYFCTRAPVTAADAAAAAGSSRRHRGG
GGGGGGGGGGAGHEHDDVELGIDEATLKGYPEVVYGQPRKEAAKAASAAATKKGGATTCSCCSICLDNYGDGDVLRMLPE
CGHLFHRECVDPWLRQHPTCPVCRTSPLPSPLPTPLAEVTPLAMARPS*                               
>Osat_LOC_Os03g57500                                                            
MDEKVKMESKLSSAAAFVEGGVQDACDDACSICLEAFCDNDPSTVTSCKHEYHLQCILEWCQRSSQCPMCWQPISMKDPM
SQELLEAVEQERNIRANRLNTAAVFHHPVLGDFEVPVGADDAELEERIIQHLAAAAAMRRSHRHGRRDGHRSRSGSHSRP
QIVVFSRNEAIPGGSLHASSGQDEDHEQSSDLGSAHPFAALAAVDQGHMSGGSQLYVGHSDQGASNPSLHDERAMSRTSE
NQSAPVNQDTAGPSDLQSFSDTLRSRLQSASMKYKDSITKSTRGWKERWFSRSNTISGLGTEVRREVNAGIAAVSRMMER
LETKDDTGPSAVPAASACSPSDANNQRTVSPNHAAVVNETSSTTCASGSGSQ*                           
>Osat_LOC_Os03g59760                                                            
MEQGQGDRYWCHHCEEVIEPVEPDMKCPSCDSGFVEEMGSAGFEPSTNLRSDRISLWAPLLLGMMGGSSRRARRLRRQIM
EDDDDDDDDEDDEDDSDHELEDLFRRQRRGSSLVRLLQTLRDDLRGLDDIGRDSDRDRERERRERERLRERERERERMRE
RERERRRERTESLILINSNNEAIILQGTFGPDDNQDDSSNTSSGVSLGDYFLGPGLDILLQHLAESDLNRSGTPPAKKEA
VEALPTVNIQEVLGCSVCLEDFEMGTEAKEMPCQHKFHSQCILPWLELHSSCPICRFQLPTEESKNPCESAGGIVSVNDD
GDDAGTSSDVDSANQPGSPIFSALSALFSNPSSSSSSSSDDNAPHSSES*                              
>Osat_LOC_Os04g01160                                                            
MGTGWRRALCTSVRRDPEQQEVKRRGEAPSPRCGGGSRLGGFFSAISSSHSSSNPATTTPTLRCRTKPKPQSSSSDHQQQ
LPSSAPAPKKRMPLLQALSVPSSPRSPSRFALLKASILPNKSRCGVCSHGVKTGAAAVFTAECSHSFHFPCIAAHAHALA
AATALSCPVCAAPWRQAPFINKRTTTTDDHKRKSYDDDEPLLAPKAAAGAFNPIPEDDEDDATEFRGFFPARPRSGLAVT
LAPDAALVSAGRRHGKYVVAVRVKAPALRSSPSTRAPIDLVTVLDVSQGMMGDKLHMLKRGMRLVIASLGPADRLAIVAF
SGAAKRLLPLRRMTRQGQRSARQIVDRLVVCAAAQGQEQPQAVCVGDALRKATKVLEDRRDRNPVATVMLLSDTQQQQQQ
QQDAIRRPPAAPPATRFTHVEIPIGPGEEPARSALVAEEDDDQFSEHAFAKCLGGLVSVVMQEVQLELAFPTGEITAVYS
CGHGQQAVALGGGGGGAAVSVSLGEMYAEEERELLVELRAPLSQSHPHSLSVRCSYREPASQETVRGAEQQLVVPALHGG
SSSRRLHDLFVATRAVAESRRLAELNDYATAIHLLSSARAVVVQSAEQGLVGSLDTELSDMRWRRGQSAGRRRGGESEET
PVGTPRARGGEPLTPTSAWRAAEQLAKVAIMRKSMNRVSDLHGFENARF*                              
>Osat_LOC_Os04g10680                                                            
MHQHRITMLSSSETCHLGSSSNNQAMDQQNLLPSNPTADEQNLLPNTLEDDDYPHYLLGSHEVEMPNGSVIGQQNTSLNL
WDSAGSSSMGCVADHDSLFEAKREHFAPALSIRAPLIIGGRRHEGSSSLPSQSLNLDLNLNQADQFDSEDVDMIQSNGQP
GINAFPLNRGLSIPEHVLRHTNSSSATGNPSQVASFSDGMTGQEVNLFGGHRSSCKRKNIDGSLAESSANGSSRNNQRNN
IILEPSPSSHESTSGLTAPAPTNHVFSYSPVEQLNQNTNMSANAMLSDHYSLYGDHERERFLRNTRMRTSPNEYDQSSSN
LLPEGSLRCSVYQPTQQQSLFIPVQPRASSSSTSSLSRPYVPAVTQFSQNLHRAPSSGNFGSRIGIFPSSADTTNQLSSQ
DPNRSSVRGNFPEPLLLGSSLFPSDSAELLSMPGGRSNQQNSSSTIRTAVNIGAQQIAGLNASQPTSSSRGSVDIVRRSL
QAASVPQSRGSSITSQQQRGHSSTSHEIRSHQPGSSSRANQQHYVRAVPHSVDRQNSNYLDLQSFMQSIAASRDGIRTVS
ESANQLVHLRNVVEQIRQGRGGRFEDPNFERALFARRASLIDRHRDMRLDVDNMSYEELLALGERIGYVNTGLSEDKIRT
GLKQWKYVSIPIEEPLTGVEPCCICQEEYAEGEDMGRLDCGHDFHTACIKQWLVIKNLCPICKKTGLGT*          
>Osat_LOC_Os04g16970                                                            
MSYLLSYISKMLCIKIPSEARQASEDGGSGGLTECSVCLSRIRVGEATRRLPCRHAFHRDCVDRWLLSCRRTCPLCRVYV
VVDGNKPGVAAKHTGEPPLAEDMVIWFSAMLVPGF*                                            
>Osat_LOC_Os04g34230                                                            



MARDAPRPTARCRRAMAVAPPDPDVGRPNPAKEVPDPPPPQAAPPSSPLVVVVDVVSPTPSSSHQGKGCCSGRPRRRLPG
SPLTSSGGGEEEQGRPTQLGEPKIFSCRIPKKAFVHTPRVEMYSRRILLHTPFSGQPSGPSQPVSGATIVEGGSPGSNFD
ANIVMILAVLLCALICALGLNSIVRCALRCSSRMVVDPEPSRVTRLAQSGLRRKALRSMPILLYSTGLKLNTVSPMCAIC
LSDFEDGEHVRVLPKCNHGFHVRCIDRWLLARSTCPTCRQSLFGAPQKASGCSESEGSQAEPAPARPVLAPLRPEGVTAK
LACTAVHCVGRNRSEDFRSNHMAVLHQQSTIMLVGNQALVAKVQVSGTSIFSCNYREIRALLSECIVVIYVPELTGGSTA
DYALCTLAILCCLLQKLESGYENVVAVLHIA*                                                
>Osat_LOC_Os04g37730                                                            
MGTRELLVVLAVVVMAAVGAGAQSSSASPAPATSQAPTVRQQTPFGRTMSTVITVSISVFFFLLFFCAYINQCRLAEAGD
ARAAAAAAAGGGAGGGPSRRGKRGLDPAVVATFPIVPYREVVKHKIGKSVLECAVCLTSFDDGDDLRLLPHCSHAFHPEC
IDPWLESRVTCPLCRANLEKPPPPPPPPPAAAAASPSPERSPRCQPSPPPPPPPHALVIPVEDEEDDSDEDDRKEEAVEL
EMLRSERRAARLPRSHSTGHSLVASAAAAAESGDHERFTLRLPQHVRDEVLRSLRLRHAASLVNLSDMSSEGSSRGGRRA
LGLAFGNGGGSSHGGRRWQAFLARTVSWARGGGDGSVRRGWDGSTRRGKDDAESSRKGATSPAAGRP*            
>Osat_LOC_Os04g37740                                                            
MPLHHRRALHSNDCDDGGYGCSSWPLSPPPPSVILTPFASPSPAPWACPPAFPAPSPSPLHGAAGGRRDQGGYHGSPPGG
GGDADEHRRRIINLIVVGAAALAFLSMILLVVIVAVRRRRLRRRRQRQQALLAPAAPADAVAVNVEDGGDDDAEGGGGGG
GGGGVVHHIWYIRTVGLDEAAIDSIAATRYRAGAGLLGAADCSVCLGEFQDGELVRLLPKCGHAFHVPCIDTWLRAHVNC
PLCRSDVLGPAATATESGGGDTGSMPQADPVANTIAAAQQAAAPGDAILERQEEEEEAEQEDQGAPPHMEENRQEQSSSP
DPLPPPRNVRRAASMDAAIVSTAAEVAALERLPEAAPEEEQSGGGGGGDKRGGAPGASCLKVSSSGRLSNLGAAERLPRS
FFSRHCRARSSVLPL*                                                                
>Osat_LOC_Os04g41050                                                            
MELTGWHLPEPPSSTVRSVIDGGGAHHPRLISSQVGQPARPTSPSPLPPRHRHRHIPKAEAVQGERQSPRHGSMELSASA
LGFGLCLDPHPVGGLRRRLRRGGGRHTSRSDCRRRLGYVPRPAHFPVSGVGGGLRGFLHRAPPGSARNDKGCARRHKTAS
SSATSAEPMDEGEADLLQFLFVTSGVSWGGIVGVVVAVNASVPAARVWMLPGVTTLDRELGGDDCSMCQYDKDAGAVVRT
LSCDHVFHKACIDVWLREHGMACRLCRRTASCVLPWKTGGRRRHG*                                  
>Osat_LOC_Os04g41070                                                            
MEKGGFIAIFVAFGLINLGLHLYERAPGWLVWMLGGVTTLDRALGDCSMCRYGMVAGDVVRTLSCGHVFHKDCDYSVDKW
LREHGLSCPECRKKARSVRVLPWRARPQQPLPEEQNPPPQETSASSSSSSSTHVRIAPEEPGDLDLEAQDQLLPPPATGS
PKGPEEQHPPRPAAATSSSSADTSSLEEPLLRPSASP*                                          
>Osat_LOC_Os04g41080                                                            
MDLVGAMASLVFLHLLCAGWRMLRMWTAAGRRIWTLGGVRTLDQALRPQCKLCKQKMMAGAVVRALSCDHVFHKACVDER
LRNRKHGMRCRICNRVARCMLPWKASPANLIDHNAQRFQHIRARGGVRTLDRALNDACPICQHRMVARDDVRTLSGGHDF
HEDCDIAKWLRDNKKA*                                                               
>Osat_LOC_Os04g42980                                                            
MEDAWRKAKRALGLGLCVHVPEAEEGEREDCSSERRRRLPAAASGARCRGEAAVTVGPESVPAPSDVPVPLPLPGVVRRS
KSGSSRSSSKRKCAICFDSMRHGNGQALFTAECSHMFHFHCISSNVKHGNYFCPICRAKWKEIPFNRSLSSNIPHGRIGV
SRARLTQQDANMALLHQVPNHHQRVRRPHTSEPADFNDDEPLQQPEVFDNLNVRSTKTAEINTYPEFSTIPQSSSKDDFA
ILIHLKAPSANPDQGTGKLANESSAGSSRNRAPVDLVTVLDVSGSMAGTKLALLKRAMGFVVQHLGPSDRLSVIAFSSSA
RRLFHLQRISHHGRQQALQAINSLGASGGTNIADALKKAMKVIEDRSYKNSVCSIILLSDGQDTYNISSSVQGASPDYKS
LVPSSIINDARHTVPLHAFGFGADHDSDSLHSIAQASGGTFSFIEDEGVMQDAFAQCIGGLLSIVIQEMRVSMECVHPGV
QLSSIKSGSYPSKVARDGRNGSVDIGHLYADEERDILLSVNIPQSRHQTSALKVSCAYRDPVTGETIKIQGDEVKINRPT
TSNISEHVSIEVDRERNRIQAAESIECARAAAEKGALSEAVAILEDCRRTLSQSFASRSGDRLSLSLDAELREMQERMAN
RQLYESSGRAYMLSGLSSHSWQRATARGDSTDSSTVIYSYQTPSMVEMLQHSQNHLPSPQGRQRPRPR*           
>Osat_LOC_Os04g43220                                                            
MVDINPDHIFEVPDTPDRIQQSTCPVSSPAARRGIAKAAGTPLPSRRIKFKITNNSIQGQSSRGNASSVSPAPLDAGDIF
KQAELARLLPVAEDPEARSSLLKSGRTIETSVENEKVPKKSGLDQSMNISNNINCRGSGERDRSCQIRKGDISARDANSC
NADFLCLGSGLPTTTVGKPRNRMGTITFKKPKEVVGANVCSVSSPREGKGEEITDKGTTGISSSTPSIVPQRHVGQRKLV
RNGCISPSNIAKRSLKVDEKREICSTSGLLHYPDTQVDASGKGNVIDLTDSSPIIRRQGNTATDMEKRSGRKSAIGRAGE
TVIPLAANQVNSIFSEGNKNKGKEISHDVVGAKQSGEAYMRRVCPRSMGDSSSVANNDHTGIGSEQGWRTTHNNTSNIPM
PLSGKMTNSCGRESGSSEQSNLDRASAAGDSNNSIEGGDNNNSIGGAKTLQTASFVNRTIRISSRKRKRIASSYHPGESS
SSVDVDQPRVASSDSTAARNHTTHRHHIPVVDIDDICSPEVRPSLSGIGSSNRTSVDPNIREQLESDELLARQLQEQLYN
ETPHVVPTEEIDAIIAMSLQHEDNAQPTSRTARRFQSTTRGPRVLRSTVPQHANRVRYDSNNRRIIYQRALSRYPAAHIQ
PNIDLNDYDALLALDENNHQHAGASESQINNLPQSVIQSNIEEPCAVCLDNPSIGDTIRRLPCFHMFHKECIDEWLRRKK
LCPVCKSGIT*MVDINPDHIFEVPDTPDRIQQSTCPVSSPAARRGIAKAAGTPLPSRRIKFKITNNSIQGQSSRGNASSV
SPAPLDAGDIFKQAELARLLPVAEDPEARSSLLKSGRTIETSVENEKVPKKSGLDQSMNISNNINCRGSGERDRSCQIRK
GDISARDANSCNADFLCLGSGLPTTTVGKPRNRMGTITFKKPKEVVGANVCSVSSPREGKGEEITDKGTTGISSSTPSIV
PQRHVGQRKLVRNGCISPSNIAKRSLKVDEKREICSTSGLLHYPDTQVDASGKGNVIDLTDSSPIIRRQGNTATDMEKRS
GRKSAIGRAGETVIPLAANQVNSIFSEGNKNKGKEISHDVVGAKQSGEAYMRRVCPRSMGDSSSVANNDHTGIGSEQGWR
TTHNNTSNIPMPLSGDSNNSIEGGDNNNSIGGAKTLQTASFVNRTIRISSRKRKRIASSYHPGESSSSVDVDQPRVASSD
STAARNHTTHRHHIPVVDIDDICSPEVRPSLSGIGSSNRTSVDPNIREQLESDELLARQLQEQLYNETPHVVPTEEIDAI
IAMSLQHEDNAQPTSRTARRFQSTTRGPRVLRSTVPQHANRVRYDSNNRRIIYQRALSRYPAAHIQPNIDLNDYDALLAL
DENNHQHAGASESQINNLPQSVIQSNIEEPCAVCLDNPSIGDTIRRLPCFHMFHKECIDEWLRRKKLCPVCKSGIT*MVD
INPDHIFEVPDTPDRIQQSTCPVSSPAARRGIAKAAGTPLPSRRIKFKITNNSIQGQSSRGNASSVSPAPLDAGDIFKQA



ELARLLPVAEDPEARSSLLKSGRTIETSVENEKVPKKSGLDQSMNISNNINCRGSGERDRSCQIRKGDISARDANSCNAD
FLCLGSGLPTTTVGKPRNRMGTITFKKPKEVVGANVCSVSSPREGKGEEITDKGTTGISSSTPSIVPQRHVGQRKLVRNG
CISPSNIAKRSLKVDEKREICSTSGLLHYPDTQVDASGKGNVIDLTDSSPIIRRQGNTATDMEKRSGRKSAIGRAGETVI
PLAANQVNSIFSEGNKNKGKEISHDVVGAKQSGEAYMRRVCPRSMGDSSSVANNDHTGIGSEQGWRTTHNNTSNIPMPLS
GKMTNSCGRESGSSEQSNLDRASAAGDSNNSIEGGDNNNSIGGAKTLQTASFVNRTIRISSRKRKRIASSYHPGESSSSV
DVDQPRVASSDSTAARNHTTHRHHIPVVDIDDICSPEVRPSLSGIGSSNRTSVDPNIREQLESDELLARQLQEQLYNETP
HVVPTEEIDAIIAMSLQHEDNAQPTSRTARRFQSTTRGPRVLRSTVPQHANRVRYDSNNRRIIYQIPCCTYST*      
>Osat_LOC_Os04g48050                                                            
MREPSVLVREAAAEHLEERQADWAYSRPVVALDLLWNLAFITVAAVVLVLSRGEDSPMPLRTWVAGYALQCVVHMVCVAI
EYRMRRGQRDRAPASADEERGSDGSSSSSDDDVTEDDRRGSCTDCVSIAKHLESANTMFSFIWWIIGFYWISAGGEDVIR
DAPQLYWLCIVFLAFDVFFVVFCVALACIIGIAVCCCLPCIIAILYAVSDQEGASEDDIRQIPRYKFRRTDEPEKQTADE
TGPFGGIMTECGTNQPIEKVLAPEDAECCICLSAYDDGAELRELPCGHHFHCACIDKWLHINATCPLCKFNIRKSGSSSG
SEEV*                                                                           
>Osat_LOC_Os04g48260                                                            
MEVMHDTTGKKEVVVCYMNAPLPYMIEENYGGCFFEDDVDLAQVLQDQEIVYQLIQGNYGTGSSKTHSNPSSSYSHGCEL
GERKPSGVASYEAQLVVDEALARELQQMEDQLASASIDDHNIIEHGRKPIASSTSSGGNASASRPPQVVMEDGIDPDNMT
YEELQQLGEAIGTESKGLPEDVIALLPTSTYKIRIFSRKEKHDECVICCMTYKNRDRLTKLPCEHQYHQTCVTKWLKINK
VCPVCNKEVYGSGK*                                                                 
>Osat_LOC_Os04g48310                                                            
MLGSGLNLVSAALGFGMTAAFVAFVCARFVCCRARRADASASRPHPSPVDFDADFPSDFDRPIEHSRSGLEPLAVAAIPT
MKYNCEAFHSEDDTQCSICLSEYKEKDILRIVPICHHNFHLYCLDAWLLKQTTCPICRISLKELPDGKSTVSSAPTMSQP
PTLPESSVNPTSHFLPVHQEHRSHQDGPDMPESVEVVIEIRQ*                                     
>Osat_LOC_Os04g49000                                                            
MGFPVCCYSELLLPKQLLHLLLLLGYIRRFLLWAFHAVGLGDLLDLGDEQQAVLQDHAREHRAPAQALPPQQQHRRAEFR
TVPAMVIEEVLPVVRFDELVAAAPAVCGGGDCAVCLSGIGGGDEVRRLSNCRHVFHRGCLDRWMEHDDQRTCPLCRAPLI
PDEMASALWAAAGVPDASDFDFSYFGAPLTPMPTPTLLRPHELLLTGLGGYQ*                           
>Osat_LOC_Os04g49160                                                            
MSFPLVCFCRQIPRPIVALFKLLQAVALAFVLILCFLGLYEFPYTVEDHAPLIHGRRRDPLGDDGLQPEAVKRGLPLVEY
MQLADLSADCHDGESGYPATCRVCLERLEATDEVRRLGNCTHAFHIGCIDRWIDLGEVTCPLCRSHLLPRQRRGLLGSRR
FG*                                                                             
>Osat_LOC_Os04g49170                                                            
MARSCSSSGSDHSSYDLALTLRRKLLLLDILAVLRFLAAALLERLGVVSCQEDNELPGCHSWCDSDVVDTGAMERLMQAK
LSTSWYRLRRRASRGGSDNMASPHGDTSADICTICLAELEAGGGGGGCQRQVAELSSCSHAFHAACIDGWVVEAGTCPLC
RTPVLPPWQMAA*                                                                   
>Osat_LOC_Os04g49550                                                            
MQLMAARKLLEQPGTAAPPVLGGSIADDRDIVIILASLLCALICVLGIGLVARCACSRRGGGGPDAAAANKGVKKSVLRA
IPTVEYVSPGGGGKGKEEEEAAAEEGEQSECAICLSDFEHGDAMRVLPQCGHAFHAACIDKWLRGHSSCPSCRRILVLQL
PQGERCQRCGARPEPAAASAVWKPTHYSEVPPFLP*                                            
>Osat_LOC_Os04g49700                                                            
MASTLSSPSPPSADPVTGSSDAASSFLPSLLIIAALLAFVLLASVSIHLLLRLLSRSSPPPPPPPPLPRTRREVHNVEAA
DASPVRRNGVCEGKKEVVGDEKQRLIESLPLFTMASSLAALPKSSPDCAVCLSPFTLDAELRLLPACRHAFHAACVDAWL
RTTPSCPLCRATVTLPHPSISAILAAEQPPPPEPRSRDRSRSFRVEMGSVSNRSASTATGGNARPTYSLGTFDYHIDEEV
EAVVSRAAPMTTRSAAAVKEDKPAAEQSPPPPGEAVAEAAGATRGWLREYVERLATSASSLSSFSGRWSSRWSQSYQSHH
SHSQEEPWLWDAEAVRMSPPGTEEEETAFMVLYRWIAGV*                                        
>Osat_LOC_Os04g50100                                                            
MASSAPAWVPYEPTRDCSQGLCSMYCPQWCYFIFPPPPPFDVAGTSADDSSGPVFSPLVIAIIGVLASAFLLVSYYTFIS
KYCGTVSSLRGRVFGSSSGGAAYGGGAGSGGRHGHGQSRSHESWNVSPPSGLDETLINKITVCKYRRGDGFVHTTDCSVC
LGEFSDGESLRLLPRCSHAFHQQCIDTWLKSHSNCPLCRANITFVTVGLASPEPEGCAPGETGGDNTHEVVVVMDGLENL
CEEQQEAVSRASTADDDHDAKDVAEGMEEANGAAEIREEGSPPKRGASSFDLHRDNRMCIADVLQESMEDELTAARESGL
LAGGAGTSRRCHGENSKGRGGRSRRALQLQDAMEALPGKRLPSGGRSCFSSKSGRGKDSDHPM*                
>Osat_LOC_Os04g50720                                                            
MPRKSSRGKGGPRPGPKPASQNPNPVSEIPHDGGGGEAVDAAAEAVGRLDVSACPTAEDAPVELPPSSQPPLEASSSGRD
ELGGSLEEEAVRKLQELVGFGGEEVELTEEEAAANDQRQEDEIKRKFYAQIFALEAIFGDNVVIFKSKGGQRSFQVHVYI
EIPDGIDVSARLGYGSGSLKYGAGHDTDASDDLVYKFRVEHLPPILLTCLLPSPYPSHQPPLFTISAEWMNKMMVSSLCQ
MLDTVWEEQKGVEVTYQWAQWLQSSSLSHLGFASEIVLSSDSAYDHECGDKRALSHNAAPDVIIPRMMRWNDDKCHEAFL
RAIHDCMICFSEFPGTDFVKLPCHHFFCLKCMQTYCKMHVKEGTVVKLLCPDTKCGVVVPPNILKRLLGEEEFERWEGLL
LRRTLDSMSDVVYCPRCETACLEDGDNEAVCSSCLFSFCTLCRDRRHVGDKCMSPEEKLLILEKRQEAGKLQGDQHKFLE
ELRSIKAIMKDSKMCPRCKMAIHKIEGCNKMSCSNCGQYFCYQCNSAIEGYEHFRGSCKLFPQEELDRWNMQMNPRVQRQ
NVAQVQAEMFRQFAHPCPTCRQPCPKMGNNNHVFCWACQKHFCALCRKTVHKTSQHFGPKGCKQHTADP*          
>Osat_LOC_Os04g50760                                                            
MDGPNVSQLCKMLDTIWAELPGQEVVYRWVESLRNSSRSYLWFDGKITLGPDTPMQKGDNRAISRSLSLESVIPSMLSYS
SKKRYQAFLEDLHMCMICLSQSKGSNFIRLPCQHLFCVKCLGTLCRMHVKEGSVFQLVCPDTKCNASIPPYVLKRLLTED



EFERWDRLTLEKALDSMSDVVYCPRCVIGCLEDEDNNAQCPKCSFFFCSFCKEPCHPRRQCLTPEEKLQRRQASGRMSER
EVAQEILNIKALYNDVRLCPKCRMAISKTAGCNKMVCGNCGQFFCFRCGKAIKGYDHFSECKLFAPRDISAWERQMEEQY
GNHVRLSLRPVGGTIRCPKCRERNFKDDEKYIFCWACRANYCTMCRREVQDKRGHFGSPECVGLEDF*            
>Osat_LOC_Os04g51400                                                            
MDDHMGRRTVGGLLFTKGGSILLFREDSARHKATNCCTRHGCSSKHLAGKDKQTHRAATAAKEASETPRRSQIFRKPSTR
TPQGSTATDNISRNAASSYSENDNRPRETPGRDLIARLKERVNASRKRSLNRENSPSSPNGLSATSSSSSRTVSRPSHRA
ASRIRKADEGANAGAVNVRRDSSGDTRRNSDRDVDDFLLVEQAARDSTEGFISGFLARYRSNHQGLLSSLDDSIEDANGY
WRFNMEGSEELENYFIFNDRYRGMRMDIDGMSYEELLALGDRIGTVSTGLSEDALSKCLDRSMYMATTSGTHEDCERKCS
ICQEEYSDGEEVGKMVCKHYYHFSCIKNWLRQKNWCPICKSVALNTN*MDDHMGRRTVGGLLFTKGGSILLFREDSARHK
ATNCCTRHGCSSKHLAGKDKQTHRAATAAKEASETPRRSQIFRKPSTRTPQGSTATDNISRNAASSYSENDNRPRETPGR
DLIARLKERVNASRKRSLNRENSPSSPNGLSATSSSSSRTVSRPSHRAASRIRKADEGANAGAVNVRRDSSGDTRRNSDR
DVDDFLLVEQAARDSTEGFISGFLARYRSNHQGLLSSLDDSIEDANGYWRFNMEGSEEVKIIPFVAHHSVHPRDLQNYVR
AS*                                                                             
>Osat_LOC_Os04g55510                                                            
MQGQKNSVEQLADVFGFDHASSSGNPVMDQQGYWNNILGSVESHNLQGYQVNRSDGTIPYGNGVHQNGTFLGFWESGEAS
ASGSSLHFGGSNEIKAEQRNIGGGLRIGERRLVAERNLSLDNVDIGLNINGNDLSGENSNVNGASQGSELHGGCSHTGSN
GQASELRLHPYRTFILGADQPEPFNSLNGSENPLGDFSLMPEGIDQRPGSSLDGRRLACKRKNIEGVNGQCSAGASTSFS
HRNDSIFHNIASSSHNPSPSTNLPSPNCLLVPSTLDEQLPRYGATTAGLSSSSYDPSGGNNNSGGSQRSFRPRTSLAQHI
GPYGVWPSSSTIRHSNSWNHQPPPFQSSFDEPPEVIPVVSSLNFQYQHPMNVVPGIPQMSHRFTGPGASSSRTGNLENRI
IGSEEFSARNVVATSFPDAVPPAALDMRHLIPEPSSWNVDGRATTIPGNVPSSSRANTNSMVNPPAGSPFIAHQNLHRRN
PRNLSEEISRLSGALRGHQHPRLRSGFLLERQGDGVWGVPLSTRSREGRRLIEIRNALEMIHRGENVRFESIFYGGVDIH
DRHRDMRLDIDNMSYEELLALEERIGNVSTGLSEEEVTKLLKQRKFSSWRLEASVEEEPCCICQEEYVDGDDLGTLDCGH
DFHVGCVRQWLVVKNTCPICKNTALKS*                                                    
>Osat_LOC_Os05g01940                                                            
MASSSPSSSSSPPSAAGASSYWCYSCDRFVRAPAPHDDSAVACPDCGGGFLEEMSAPPPRAAYLRRPRAHHANDLRLRRT
RRAAAAAAAGDRSPFNPVIVLRRSPAAAGDDDSLAAATSFELFYDDGAGSGLRPLPETMSDFLMGSGFERLLDQLTQIEA
GGLARARENPPASKASVESMPTVTIAASHVGADSHCAVCKEPFELGDEAREMPCSHIYHQDCILPWLALRNSCPVCRHEM
PTDAARPRPSNAGTEEETVGLTIWRLPGGGFAVGRFAGGRRPEERELPVVYTEMDGGFNNGGAPRRISWGSRQSRSTERS
AIRRIFRNVFSCFGRSHSSNSQASSSHSRPELNDASDRSAVFSHGSRSRSTSWRLEDGHADAMVQR*             
>Osat_LOC_Os05g05280                                                            
MAMRGVDFKWYDGFFLSMLATSLIIVSINWKRYRLCAHPLHIWIVVDYTTVFIFRLLMFVDNGLAAGMGLDLGWQQRYAR
FCGRIVVLSVLVLLLYPFLWVWTVIGTLWFSTARGCLPEEGQKWGFLIWLLFSYCGLACIACVAVGKWLSRRHALQQRAQ
QGIPVSEYGVLVDMIRVPDWAFEAVGLEMRGMGQDTAYHPGLYLTAAQREAVEALIQELPKFRLKAVPTDCSECPICLEE
FHVGNEVRGLPCAHNFHVECIDQWLRLNVKCPRCRCSVFPNLDLSALNNLRPSSEPDRPSASEVTAATMARYVRSSQPAG
QSYLLRLQGLLLRQVVVRHGGGDDMASAENGASHVAAAVTAPATTGGVESELPSIVVDGGHQLPDR*             
>Osat_LOC_Os05g06270                                                            
MGAREEVREEEGEEGEGVGGKEEEKAAAAAAAVSCSICLDAVVAAGGERSTARLQCGHEFHLDCIGSAFNAKGVMQCPNC
RKIEKGNWLYANGSRPTQDVNMDEWAHDEDLYDVSYSEMPFRFHWCPFGRLAQLPSFFEEGESSPPVTFHDFMGQHMFTE
HVAAVSSAPGAAHPCPYVAYLHPLPSLASSSSSHVPERTMDGPAYHDPWHPLAGPSDGRPLQSVQPADFHHNHWAHVPNS
YPQPNNNNGVAEQQGVPFGTTRAARVDGDTQRRGSSISPSYFSNGSGSRSRAPNVPPMVPQFMRAHGSISEQYQQSSSSS
LFAGAHRSGGMRTAPPPPLPENPAFCLFPPGSSGHNSMETDDAGGNRFYAWERDRFAPYPLMPVDCETNWWSSQQSHGTS
EPAPAPRRLFGQWIGVGRSSPENRSPEGSSYRQMHTPRM*MFPSFAREGESSPPVTFHDFMGQHMFTEHVAAVSSAPGAA
HPCPYVAYLHPLPSLASSSSSHVPERTMDGPAYHDPWHPLAGPSDGRPLQSVQPADFHHNHWAHVPNSYPQPNNNNGVAE
QQGVPFGTTRAARVDGDTQRRGSSISPSYFSNGSGSRSRAPNVPPMVPQFMRAHGSISEQYQQSSSSSLFAGAHRSGGMR
TAPPPPLPENPAFCLFPPGSSGHNSMETDDAGGNRFYAWERDRFAPYPLMPVDCETNWWSSQQSHGTSEPAPAPRRLFGQ
WIGVGRSSPENRSPEGSSYRQMHTPRM*                                                    
>Osat_LOC_Os05g07070                                                            
MAGHQYNNSQMSRMDHMDRLNNEPPPFGQKLFMHPRSDPANGAGSSGYVGNTMRSNDLPSSSYAGQAYGQQNRAPIHASY
SGHAPAGSSSGSYAPYNTQHMPASSYPHGSEDNFIPSSHVDGRRVALKRRNPIIHPTDGFGVGNYYAGSSSNTQFSRPMP
PNPIPPPESCVRMPSHLGSNHWNDHRYVNHEGSQRNVRGRHDHSTIHLEQSPAAACPSSSINVPPYHPNANGPFGSAPVQ
RDRAPLSVHPRILPPGPDGSSIAFRERPYYPAPQSTNISAPVPTLPISCDSAPFAHGGYAPRSAHRNNLRTYPPPAFASS
SNPGAVSHEPAIPSYPPAAPSYPPATSAASSSVQPFHAEAAAHLRHPRHVSVGGSGSARSRRMRDSYHGFHHLMIEDNNL
GRSAAERFMMLDQLVIHESREAFDPHWDMRLDIDDMSYEVERINFLFNTTAALECYLNKCNFFYTQELLALEERIGHVNT
GLADEKISGCVMEVACCSSSHLQDDQDNERCVICLEEYKHEDTLGRLKCGHGFHCNCIKKWLQVKNTCPVCKAAAADEGS
*MAGHQYNNSQMSRMDHMDRLNNEPPPFGQKLFMHPRSDPANGAGSSGYVGNTMRSNDLPSSSYAGQAYGQQNRAPIHAS
YSGHAPAGSSSGSYAPYNTQHMPASSYPHGSEDNFIPSSHVDGRRVALKRRNPIIHPTDGFGVGNYYAGSSSNTQFSRPM
PPNPIPPPESCVRMPSHLGSNHWNDHRYVNHEGSQRNVRGRHDHSTIHLEQSPAAACPSSSINVPPYHPNANGPFGSAPV
QRDRAPLSVHPRILPPGPDGSSIAFRERPYYPAPQSTNISAPVPTLPISCDSAPFAHGGYAPRSAHRNNLRTYPPPAFAS
SSNPGAVSHEPAIPSYPPAAPSYPPATSAASSSVQPFHAEAAAHLRHPRHVSVGGSGSARSRRMRDSYHGFHHLMIEDNN
LGRSAAERFMMLDQLVIHESREAFDPHWDMRLDIDDMSYEELLALEERIGHVNTGLADEKISGCVMEVACCSSSHLQDDQ
DNERCVICLEEYKHEDTLGRLKCGHGFHCNCIKKWLQVKNTCPVCKAAAADEGS*                         
>Osat_LOC_Os05g07140                                                            



MSASSPVAYDANVLLAAVTALSAAIAFVAALHLYARCLLRRRVAGAGAGAAGNPHALRRPVTPGGNYELEVISVAACALE
GGGLDAKQLGALPVFTWGSSSPATAAADAAVQCAVCLGEMEDGELGRLLPACRHVFHAECIDTWLAVSSTCPVCRAAVGA
AEDDEPAAAPVAGVSPAS*                                                             
>Osat_LOC_Os05g08610                                                            
MAVPPVESETRSEETDNFPLLADHMENTGHHAHAVDIPWDSSPSTSRRDNHNGFDQLPRILEGSPGTSTPSNSQNGPLAR
RDDNRGRRQPSPLNSGCWISVELVVNVSQIIAAICVLSVSRNEHPHSPLFEWVIGYTVGCTATLPHLYWRYLHRNLPTTG
QEPTVQNIPPNNTPEANSYGVTGTNGVSRNNEATVNPRFQAFADHFKMALDCFFAVWFVVGNVWVFGGHSSAHDAPNLYR
LCIAFLTFSCIGYAMPFILCALICCCLPCIISILGFREDLNQNRGASAETINALGTCKFKSKKTRDGDGNEVGVGVVAAG
TNKERVISAEDAVCCICLARYVDNDDLRELPCAHFFHKDCVDKWLKINALCPLCKAEIDGVSTSAPAIGFGRRHSDNRVG
NDIESQL*                                                                        
>Osat_LOC_Os05g11860                                                            
MPSSSSSSVAAAPSGSNGTRRDGGSGSVTGCLPADQACFALSSSASSPGYLHASATTTRRDASATVARACCTTASYVVVL
GISFGSLLAILLILCIIRWYLVWRSARPRRDDGAADEAVGSAKKRSAGLDDDAIAALPVFAYKQREEGGGGAVGAAEEEE
EERECAVCLAVMADGEAARRLPRCMHVFHRGCVDVWLREHSTCPVCRAEVVVRPAGAARVEKLPESSASRALTSPVPAPA
PRPTGTVVDDGRERDLEAQQ*                                                           
>Osat_LOC_Os05g15170                                                            
MFLSGISPAVHHDLQPGGRSPYDGDDGDRTLVVLLTFGIFFSFVILYLVAGLIWAVVITAAAVVLSFLYLRVRRRRAAVG
GTAAAAAPNDVVFIVGAHQAARSTGSSGGGGDVAAAAIVSAIPAFEYKRVNGGGGEDGGAAAGSGWAQCVICLGLVQVGE
VVRRLPACKHMFHVECIDAWLSSHSTCPICRADVVDELAAAAAGGRLSLSPYGTELIHMKFITEFL*             
>Osat_LOC_Os05g25180                                                            
MEPPAGGSSDHRRGAGTGAGAGGAASPSGLRRYGFRFSASSLLQAPLAALLEYSGVVPSGPGAPQAGPPSALSSSPSSSS
SSSEADGLLSAAAAGDGEVSIRIQGGPGEADAAGVAGAASSGEDSIEATAAGDVDPASAAAGRGGGADAEASGGGADGAS
GNGGGDRAYQRYDVHHVARWIEQILPFSLLLLVVFIRQHLQGFFVTIWIAAVMFKSNDILRKQTALKGERKIAVLVGITV
IFMIHVFGVYWWYRNDDLLRPLFMLPPKEIPPFWHAIFIIMVNDTMVRQAAMAIKCMLLMYYKNSRGRNYRKQGQMLTLV
EYLLLLYRALLPTPVWYRFFLNKEYGSLFSSLTTGLYLTFKLTSVVEKVQSFLAAVKALSRKDVHYGSYATAEQVIAAGD
MCAICQEKMHVPVLLRCKHIFCEDCVSEWFERERTCPLCRALVKPADIRSFGDGSTSLFFQLF*                
>Osat_LOC_Os05g28470                                                            
MASYVPCSSSSTHRSRNFCDLVLVYAIIGSMHSSMTLFSVCKILSLYVDMCFVDYSKEVHSYLKYCKDVVFTGMTFSLEE
EHLIDIFWDMYKGKEDENAKLCQEKLRTTNGVNKRCRDGRFEDNGINNKHNSIRINKGILIFHIIPDYHPENPWNVLHPS
NKRFEERKSCTDAGMLPGPLLPLPPPPPPELVVYPSVPSLPPSATPPSSSSSIGSSIAIVVLVVITTAIVTVAIVVIRRS
YRRGRRLSCSSFSPRRSLSPRALSSSPSAMSQMWRAAVAAVGSSPRASAASARSWPEMAAPSSAPGDPGRGPPVALSSSA
QGAVQGTAGLMASSATSAAAMAPPPSAPSLPEVERVILELLSLPPSPLQPAMSGSTATCFICNKLLLPTDLHLVLPVCSH
MFHQRCLVAWLRSRVTPLLCCPECHAPITTRCRTDKRSLVPTFCSGEYDIESQILAVPAPPGEEVAEAVGGSRGWLRSSL
DRLSGSWRACSGSRAVAAVAAPGCSSSRRTTGSWSPGTGSTSGRHLHLGADSRGVQTEVQLQLQLPVLPLADEEVAAADD
DAGGSRGWLRSSLATLSGSWAVFPTTSRSTAMELPVSSSRRTAAGSTDSWSGSWDPEALRVSEPQPRERPSVLDYARWVF
RNSGKYTKHRH*                                                                    
>Osat_LOC_Os05g29150                                                            
MDGGGGAGGDVSGGERWAPSGRQLTASLVGLNVFVVLLIYYYLWRFFSGKSDGGVPGGGGGGDDEDAESLAAPSRAVSPK
PRDREAMELAITALPVFVVHVPTPSDNSGDGGGGAGDAAAADANGGGGGGGKVLECAICIAEFADGEEGRLLPRCGHRFH
ARYLVDIDINCTFM*                                                                 
>Osat_LOC_Os05g29676                                                            
MSTVAAPAVEDANKHWAPHGAVLTAFVVGINLLMVLLVFFYFWRFFSGKRGPPPSSSSMAGGADDEEAASSDSDTSPAAS
PRVSWRRLREWPAGRRQQEEDIASSLPVSVYSSADVGNGKAAAECAVCIVEFRDGDLARLLPRCGHRFHADCVGAWLRLH
STCPLCRAAALPLAASTATASVPNNNDDPKDDAAAHCPWHMHACAVDRNEMTLEALQLLGLVVRPDKLRRWEKAYRRASF
STSGTRGGSSRISFIAAVGGRREEVGCQEEDEQEPHGSDLIGERVKRYALKAQLANSAWPIRHQLFGYSALGIGLDTRRW
GWLTAIEGLRRRRRGASGHEVRRAHGATTAA*                                                
>Osat_LOC_Os05g29710                                                            
MSTPTVQMVAPAAAVVEDPSKHWTRHGPVLTACLVGINLLMVLLVFFYFWRFFSGKRGPPTSSTSTMASGGDDDEEEGAS
SSSSSADTSPGRHHQDREDIASSLPVFVYSSSAAAPDVGDAGGNGKAAAAAECAVCIVEFRDGDRARLLPRCGHRFHADC
IGAWLQLHSTCPLCRAAVLLHPAAAEPAKNDQPKDDDCPV*                                       
>Osat_LOC_Os05g32350                                                            
MGSGSSKAGASSASSSSSASASASASGGDEASKGNGKGQRRGRGRGRGLLQRLPSSSSSCFRGHGTPSRDDASSASSPPP
PPRPPRRPFESSKGEENGSLPSIAQMDKSEEDAPTIPKSHPGEGATLPSSHINRDQDVDVLQNATAVNNRVEVNQSPNHS
DSSRPRFGVNFGLSRAVSLGSSVACSILSSDLSTSANPDGGHGNVDNSSDANISQQGGASTAGIDSTLDMLRDSVTAQAR
AAHQARRNLLESDNANLRYSNRRMGPQEPFEGSVRFSRTLSVGRLRDRVLRRTPFSDGLFTPSLLYDRAIWPSGNASARQ
NSAIMQRTNSERNSELQLDSSTDSATLREANNRDLLERRSAFLERRRIRSQVRALQRLGSRYENLSGLSGHERSCILSGQ
HRTGNCNCRTSSRPGNSDEETNTRASISRIVMLAEALFEVLDEIHQQSAALSSRPSFSSIGSVPAPKEVVERLPVKVYRR
SLKHQTEEAAQCYICLVEYAEGDCVRILPCNHEFHLTCVDKWLKEIHRVCPLCRGDVCRSNASGIGKTT*          
>Osat_LOC_Os05g33830                                                            
MSLPSKAELLGRVLIRSLLLLLPALSPDGSHHLLRIPATDLDAAILLLAMCDSYSPPAAASSSSPSCSSPVDWHALLVDD
AVGSALSISGLGATPWASLAPYVDAAAKCRRFADVVSQERVAVGGGKDGEWRGGASYAAVLAMPPAAGDGAPCAICREEM
VRRGGGGVCALRPCGHRFHWHCALRWLARRNTCPCCRAELPAEDARAETRRLWRAVERMAAGDDSVGCA*          



>Osat_LOC_Os05g36310                                                            
MDAPRLHHSARALLLVAPSASPAPAAVPPGVAGALPVAENGRGGPLAVSSLNTNTIVLLALLVCGLVAAVALHVVLQCAL
RVTRRACYGAETAAAAAAGGGGEGGRARRGGGGGGRKRTPPLSKTIPRVAYTEGLELAGSSRSECVICLAEFARGEHVRV
LPGCNHGFHDRCIDRWLAARPTCPTCRQAPFAAAAADPVAPPDPAPAAVQVVRVIVLTSQ*                   
>Osat_LOC_Os05g39260                                                            
MAAQESAAGTTNQVMRWRYGDVDDSNFAVHGRAVYLLVGLLVAVVVFVALCLYLRWACHRYTPDPEASSSSSAAGAAGAA
AAASMHGLDAEAIGGLPVTLYRPRDSSSPPAGKGGGGGVDDDQAAQCSICISALVAGEKVKALPPCGHCFHPDCVDAWLR
SQPSCPLCRSLLLAAAATAAKPDVNGGDDDDSAV*                                             
>Osat_LOC_Os05g39940                                                            
MPFSLLLFTGAVAGVAMLVLPWWCAVGEDDDTYIDGVVDDSYDSDSWYTDYSDEDDDDVGGDNKDGLTPDQLRRLPWFAY
CGGGGRSCSICLEEMRDGERCRRPGRCRHAFHAACVDEWLTTRRTCPCCRELVLVPPAARLAAPTYR*            
>Osat_LOC_Os05g40020                                                            
MASGVAAPAPSVFEAARPALESGGGGGGAPPPGRADASFDTNMVIILAALFFALLFAIGLNSLARCALRCGGRGAAAAGG
GGGGGGGGAAAAGVGCGGIKKRALRSIPVEVYCGGEETAETDVCAICLGEFADGEKVRVLPRCRHGFHVRCVDAWLVSHG
SCPTCRRQVIGGGGSTPPPDSDTIAVVVA*                                                  
>Osat_LOC_Os05g40980                                                            
MAEAAITRYWCHECEQAIEEAMVDEIKCPSCGGGFVEEMTDEEIERLTNRQPEPGFSQWNPIEHPGETMDSDDEDNDLGR
EFEGFIRRHRRASTLRRVLDSIHDDLADDQERDSSILINAFNQALALQGSVLDPDEGQGDQGGSTNDDGLLEEYVLGAGL
SLLLQHLAESDPSRNGTPPAKKEAVEALPTVKIEEVVSCSVCLDDLEVGSQAKQMPCEHKFHSSCILPWLELHSSCPVCR
FELPSEETKDLNEPSNIGRVEDSHEEVRADGPGNVSESSNRPWAIVPWLNELFSTREAQNAGGVSTDQQSPHTSGTNPNA
GHS*                                                                            
>Osat_LOC_Os05g41520                                                            
MSNRATHWCYVCRRPVRIRGGSQDVTCPSCDDGFVQEMSEMGRRTASSTLGFVGPDAGDEFLLRRSPVMEAMSTLMRHAA
TVGGDEREVDVHDEHGGGDGVPAHARLGVLFRGGPRVGVERRGGYYRAGLEALFEQLQNQLGSSRQGPPPAPPSAIDAMP
VVTISRRHLRAEPRCPVCQDEFQLGAEAREMPCAHLYHADCIVPWLVHHNSCPVCRHSLPPPATTASGGGASGGERQVRR
GSRSFLWPFGPTSSTSHSHECEDGSSDTTVYEDPGKVRYIRWHYNH*                                 
>Osat_LOC_Os05g45060                                                            
MASFLDSFSSLGVGYAVAIALGFLVLLASLLLAFYFCSRRGGAGVVRRGGGQGVHSARHAVSSASSSGHISITVPRVIFV
ADDSDSPGSSSRGGAGGGAASSPVGLDPAVIASYPKVPFSRAATGADAEAACSICLCEYKEGEMQRMMPECRHRFHLMCL
DAWLRRSASCPVCRSSPIPTPVSTPLATPLSELVPLSQYAADRRRHR*                                
>Osat_LOC_Os05g47670                                                            
MARRDGVGGDGGASAAEQQRRVALRVLLSRAEASSPPPATVEEEAQRGRSGGGNKGLASAALRGLGCTSTAALRAHAPAS
AVEVASSSERWHGRRRRRKVQERRSARGGGGGGGGGVAPPGPAPAAAGDVWCTCAPGIPFAAEASSVDCVVVARHHHAHH
TAAAMGSGRRGEAERRHRERPAAPRARRVTMREHISSSLMDSPPFPDMPLLNADLLPPPPSGRHRHGYRHPHVGAAEEEI
MMLRTRLLWGRFGMHDQHQDWRLDVDNMTYEELLDLEDRIGYVSTGLHDDEIARSLRMVKYSAFNPKHFATEVERNCSIC
QEEFEANEETGRLICGHSYHVQCIKQWLSRKNTCPVCKTVVSKT*                                   
>Osat_LOC_Os05g47780                                                            
MEKIERHFKNEETKVLPQARIHFSSEKQRELLYKSLCVIPLKLLERVLPWFVSKLNDQDAEAFLQNMFLAAPSSEAALVT
LLSGWACKGRSKGTSNSGKFICLTPRALSSPLDENGFKDCQLCPCSLQSDICSRPAKKWNDTESSNISNCSQTADIALTC
KNRPCHIPGLRVEISNLAVNSFASAESFRSLSLNYSAPSLYSSLFSWETDAAFSGPDNISRPIDTIFKFHKAIRKDLEFL
DVESRKLIDGDESSLRQFIGRFRLLWGLYRAHSNAEDEIVFPALESKETLHNVSHSYTLDHKQEEELFKDISTILFELSQ
LHADLKHPLGGADAVGANHIHPYNRIDWSKKNNELLTKLQGMCKSIRVTLSNHVHREELELWPLFDKHFSVEEQDKIVGR
IIGSTGAEVLQSMLPWVTSALSLDEQNNMLDTWRQVTKNTMFDEWLNEWWKRSPTSSGPSSDASHPEEDHFQEKFDQSEQ
MFKPGWKDIFRMNQSELEAEIRKVSRDSTLDPRRKAYLIQNLMTSRWIAAQQKSPQPQSEDRNGCTVLPGCCPSYRDPEN
QIFGCEHYKRKCKLVAACCNKLFTCRFCHDKVSDHTMERKATVEMMCMQCLKVQPVGPNCQTPSCNGLSMAKYYCSVCKF
FDDERSVYHCPFCNLCRLGQGLGIDFFHCMKCNCCLGMKLIEHKCREKMLEMNCPICCDFLFTSSAAVKGLPCGHFMHSA
CFQAYTCSHYTCPICSKSLGDMTVYFGMLDGLLAAEELPEEYRDRCQDILCNDCERKGRSRFHWLYHKCGFCGSYNTRVI
KIDRADCSTSD*                                                                    
>Osat_LOC_Os05g48970                                                            
MLQRNMVWTHQVASPENQVQPESFYHGGAGSNLSNLSVQVAVGVPGNTDFRSHYESINLQHQHVQNPYPHVGVASSSVFP
STMYNPCISTTAVDRYVPPIQSFGLGNPLLLPLYHQLAQGSMDENGSSGNFCDSVREFIKRKNALLVGGHHFVNSFASSS
SSAYVPPNPLHRSWNASFEANILPSTGVSNPPEYSSADSLNNSNSMASHPELVHHGNYVFPAGHMSQYNAWIAQASRTGG
VPQWEHGNAAANPPGGFVHSGTIDMPNGGLQGYQAGPFANYYGPLPHFHQNPLNSMQHPALFNHIQMQVPHQHCLSNNLL
HHPSGNGLPLDPRILAISSNSGHTFGPTAQPSLANQVNAGSSRIQPYENAPFVDLSRLYEAGVIDEHRDMRLDVDSMTYE
ELVALEERIGNVNSGFTESYIEENLKSSSYVPDADCMPDQSSVEKDACIICQEEYEAKELVGTLGCGHKYHAMCIKGWLM
VKNLCPICKTTALPADRRNG*MRALIFSTSMFRIHTHMWVLLQVLCSHLLCTTPAYQQQQWTDMFLLFKVLDWAIHYYCL
YIINLLKDPWMRTAAVAIFVTASGNLSRGKMHYLSWNASFEANILPSTGVSNPPEYSSADSLNNSNSMASHPELVHHGNY
VFPAGHMSQYNAWIAQASRTGGVPQWEHGNAAANPPGGFVHSGTIDMPNGGLQGYQAGPFANYYGPLPHFHQNPLNSMQH
PALFNHIQMQVPHQHCLSNNLLHHPSGNGLPLDPRILAISSNSGHTFGPTAQPSLANQVNAGSSRIQPYENAPFVDLSRL
YEAGVIDEHRDMRLDVDSMTYEELVALEERIGNVNSGFTESYIEENLKSSSYVPDADCMPDQSSVEKDACIICQVFLLCH
*                                                                               
>Osat_LOC_Os05g51780                                                            



MGAVSMSTTTRLPLVAALLSAAACVAAAQPATAEAAPETPGVGIKVSFRPSVAIVVGIFTMIFSLTFLLLMYAKFCHPSS
PVAAPAPTVVPAAAADDGVAKPVIESLPFFRFAALRGARQGLECAVCLARFDDADLLRLLPRCRHAFHLDCVDRWLESKA
SCPLCRARVDAEDAALGLKYASSARFVPAGGASESERFDGDQDLLGIFVERVPSSRMEPAAAAHCPDLDRYKHRIVVSDA
VFKSRWSEINSSDLIALDTELLRSMETMEVEMEMELYKETEEEETDHDHQRKTLLAASGGRSSVDAAARARMISSSSSSG
SVRSMSEMVSLPRLRAAMRERLAHEDRWVPIARRTARWFAGRESRHDEAAPVVDSPPASHSNSLV*              
>Osat_LOC_Os06g01200                                                            
MSSSPAHAQRFYCHQCDRTVPIPPPTSPDADVLCPFCGGGFVEELGEDINPNPNPNPSPFLPHHPFFPFASPSFDLRNPS
DLAAFFGPPSPSPSPSPAARHFDPSNFLHDHFTGLLSGGATIQIVLEGSSASLPLGGAAAGPGGISLGDYFVGSGLEQLI
QQLAENDPNRYGTPPAAKSAVAALPDVAVSADMMAADGGAQCAVCMDDFHLGAAAKQLPCKHVFHKDCILPWLDLHSSCP
VCRFELPTDDPHHAHPTLGSHRPAAPASASASPSPAPPPRLAERRFRISLPWPLRAAFGGQAESSNPTNQDPVGGSTDAS
GSGNNNATGGHRGYDDLD*                                                             
>Osat_LOC_Os06g03580                                                            
MATVGQPDAMRRITVHYVNPPPIAGAGEAHVDGLDDEVLDYVIGDVLQDQEGLYQSILYGKYGDDMRGARNTALAQSDGL
HYYYHGENSSGEATTSRNSEIDQQIEYDLVFARQLQAMDNLTIETPADEDDDISCVPSPSDSETDEPAEGNNEEAATQDD
NDDPDNMTYEQRQALVESVGNENRGLSDLLISYLETWKYKSGFFPRKANHDNCPICLSAFRRRETLITLACKHSYHEGCI
ARWLKIDKACPVCKYEVFGPS*MATVGQPDAMRRITVHYVNPPPIAGAGEAHVDGLDDEVLDYVIGDVLQDQEGLYQSIL
YGKYGDDMRGARNTALAQSDGLHYYYHGENSSGEATTSRNSEIDQQIEYDLVFARQLQAMDNLTIETPADEDDDISCVPS
PSDSETDEPAEGNNEEAATQDDNDDPDNMTYEQRQALVESVGNENRGLSDLLISYLETWKYKSGFFPRKANHDNCPICLS
AFRRRETLITLACKHSYHEGCIARWLKIDKVNTFLGH*                                          
>Osat_LOC_Os06g05200                                                            
MASSSSSSFAMDDGEAYLRDMTAITELLDGDMTAITESLDGDMTAIAELLDQARSYSFADLQSHDPPAAAAAAVNDDDDN
VSGLMMAMMKTVDAPAGGGDGGDCPICLNNGGGEEWKETACGHRFHARCVARWARVGRKGMSCPMCRRDMMSPAVDLLVR
DIRALYGDEELSDVRELLEDGLRQLEISSSIAGGAEEAAYRASQA*                                  
>Osat_LOC_Os06g06150                                                            
MLASAAEFTDNPAATATVAARHGVDGGGSRVVVPLFLVTVSLFFVTYQLFGVAAAAGAMVLDVCAVALAALNVTVTRARR
FPFLRLSLGGEEGHGGGGGAGGGDVAPAAAGMDAAAIMALPAAFGYKREQTAAAAGGWAQCSICLGLARVGEAVRRLPSC
GHLFHAGCVDEWLRAHATCPLCRAAVCAAGPEPELPV*                                          
>Osat_LOC_Os06g07100                                                            
MMVAGVIRSNQDGGGGGGTVSGAARISPAVVFVLVILAVVLFVSGLLHLLVRFLLRRGRGRDGGGGGDAEAAEGVEESAL
QRQLQQLFHLHDAGLDQDVIDALPVFMYREVVVGVGGGGGAGGGAKEPFDCAVCLCEFAGDDRLRLLPVCGHAFHIDCID
TWLLSNSTCPLCRAALGADAAALFDAAFDEMADEEDRKQQEDAVFPVRLGKFKNLSRAVGPVHDRDDAAAAAAGVGVGGG
IITREEGESSSSSLDARRCFSMGSYQYVLAEASLQVSVHRRHGDGNGRARLRGLAGANPAGNDAAAAADGKKIGAGSKGD
SFSVSKIWQWPRQGKGKLPVLASDDSPAVDGRLPWPRRSPGAS*                                    
>Osat_LOC_Os06g08250                                                            
MAAMLPGVECARRRRLRQGGGAGADAAAAGGGTRRSSFCVHAAGHGGGQTCGGAAANHSGKQRSSVMELIHGWSLDSNAR
EAKERLDQKLRSQRESVIKRHHSTGSIKLNRGATGGGGGGGRSTATAAMGVQREVYSRKGVMRRLMRWSRLRWDAAEQAE
CAVCLDEFAAGDVLAHLPCGHRFHWACALPWLEAGAAPRSCPFCRAAVDTPPPPPPPACSS*                  
>Osat_LOC_Os06g08820                                                            
MDTSASTSPPPPRSVLSTIEDKMSPGVLLIIAILAVVFFLFGLLNLLIQNLLRMRRARRRRRRVGDGGGGVGMGSPTAFQ
GQLQQLFHLHDAGVDQTFIDALPVFVYRAVVGAGLRKDDPFDCAVCLCEFAGDDKLRLLPTCGHAFHVPCIDAWLLSHST
CPICRGSVLAAAAAADDDDDSSASTPVARRVLDSESLGETFANNGGGDSEGSSPKAAAAEEEEVVEVKLGKLKCIDGNGN
AGDLAVVKGTTTSNDGDIGGGGRGDLGQRRCFSMGSYEYVMDEHAALRVAVRTPKRRPPARSRSRRRLALSECDFAGSAS
KKGAWEAAVIEAASADAAAARLNRDSFSVSKIWMTSATRKEDVRTAAELAGGGRRAASFRWPAMAEASKKHGGINDERRD
VEAGGNGDSSLADERPSLARTALQYIVGGGGGGRQQSSRVGSHS*                                   
>Osat_LOC_Os06g09310                                                            
MSSSPPTSAMAAGTSSSSGGGSGPLVVSNGVLLAAVIFLFMVVVFVFLLYLYAKRYLGANPLLAPVSPSSRFLFLDASPF
PRRGLPAAALRALPVTVYAKPAAARGEEALECAVCLSEVADGEKVRMLPKCDHGFHVECIDMWFHSHDTCPLCRAPVGPD
AGGEGLPRVPREEPAAMDFPMFPTNVLFWGTAHDDVANAGDRHPFHPPPPPPPLMAAPSTSSSASARRKESLVIDIPSRS
AAAAAADSVTSSSASTPLPASRMADDMRSPVSARLRSLRRLLSRGKQAVVGPSFSPRGGGDIEQGLAGAPPKTPKTPPPA
N*                                                                              
>Osat_LOC_Os06g10800                                                            
MSTGGNGGGVGVRRRRWNLYWCYVCRRALRVVVPSATSDVYCPRCFGRFLHEIDLPVPRVSPPAEDQFFQPPFLPYDGPR
RWVLYTGGGGGGDYGGADVTARRRRLPSPPPAPGTRRQDGAGDGDPPPPAPAIDPGEYFAGPDLNALIDALTQDDRPGPP
PAPESAIESLPTVHISPDHLPADGGSECPVCKEEFELGEAARELPCKHAYHSDCIVPWLRLHNSCPVCRQEVPPPPEPDG
ESPGIDGGCDDGVGGGGEPAEPPRPAMAGWDPIALLAIALRPDLNGWENSHGRSESEADDDEVAGGGVSTTAMIHSFFVV
AACFLFISFLV*                                                                    
>Osat_LOC_Os06g11450                                                            
MPTPRPRHRHHALPLALALAAPLLLLAAADGQPNESRDKNNGGGGGGFMAPSGGGGGMGSQSPSFSAPMVVLLVALIAAF
FFIGFFSIYIRRCGGEASTGPTIPAAALAALSRQEQRSRRQRGLDPAVVESFPTMKYAEARELRDGGKDAVLECAVCLSE
FDDDEELRLLPKCSHAFHPDCIGEWLAGHVTCPVCRCNLAPDAAAAEANVVSGEVDGEQQEEEVVVAIDVDREGEEEDEE
RRREAMELERIGSQRRAVRSRSGRPLPLPRSHSTGHSLATTRLGDAGDLERFTLRLPEHVRREMVAAAGEESLRRTAVRE
GRVGGGARSARIGRSDRWPSFIARTFSSRIPFWSASRRVLDAAEAGADAAATTTTTTPTSTARTKRDKTAAAADGSVSSA



KGSVRFDCLGGGGGGGGPSNRVVAFANDDEEDDDEKPIARQV*                                     
>Osat_LOC_Os06g12560                                                            
MEVAPAAAMTRAEEESRRRAATRLPRLLRGVVSGMLTGIFAVAGGLTGAVTGALAGRASDGGVLRGAGLGTFAGAVLSIE
ILEASRAYWCQDRSSSPGSLSMGDFVKQLIHARFVQEQNEASGHITYRWQVGIADVVNGAVHEILGDVPSGEGLSKYSLM
KLPYHVVIDHNNGSIGESLSCPVCLQDVVAGQTVRRLPKCSHTFHQPCVDKWLVGHGSCPVCRQHV*             
>Osat_LOC_Os06g12680                                                            
MEALSRTERVGGGGGAMVEVAFASSAGSSAAAPRRLRGELVVRDAIPYAGVAPPPPALPLPQPQLQPQVQATTSGGGGGG
KISPAVLFIIVILAVVFFISGLLHLLVRLLMKKQHRRGGGGGAAAGVSRSAAGDDAGGGGDAALQRQLQQLFHLHDSGLD
QAFIDALPVFAYREIVVGGGGDGDKEPFDCAVCLCEFDAEDRLRLLPLCGHAFHLHCIDTWLLSNSTCPLCRGVLFVPGL
TENNPMFDFDEGLEEGRLSEDCDNGFGYPGHKATEGMQTPGTEKRVFPVRLGKFKNVGTQGAVEGGGIGNANGAVLRREE
GESSSSSLDARRCFSMGTYQYVLGTSELRVSLQPDRIRNGGGGVTRARPTGLSSVNAEIMEGKKICARNKGESFSVSKIW
QWSNLKGKLPTGSDECSEAGSLPWMKRGGIGDTSNM*                                           
>Osat_LOC_Os06g14640                                                            
MALSLGEVAMLVVDVAFVLCLIVAIMCCCEDDRRRPRSSSQRDAQVGGRVVMLRVVEAPPGQQRVAPAAAKAALPYFPYA
QAQGRTSSSETQTLVCAVCLEELRHGELCSEVPACRHIFHRGCVGSWMKKSDSCPLCRVKISSWIAGPTESPTAADAV* 
>Osat_LOC_Os06g14650                                                            
MGSVKKKATAMAQRSAHHGNRTSSLKTVQSTSASAMANAAAGAGGEDAGRPQAQVQVAAVEVRSYFPFPYAAGPFRPSAG
GGGGGVSLGTHQADQPPAPEVVAAQQQLPHFPYAPRGGGSASASLSVECAICLERLRRGELCSELPECRHVFHRDCVALW
IKSKSTCPLCRARISPWFSGSIGAPPPPLADMV*                                              
>Osat_LOC_Os06g16060                                                            
MASPSSSSVISIFLLVAGVALMLVVHIVVVFWALRRGRGASRGEEEAAPGRAAEGNGGGARGGGGKGLSADEIGALPCHD
VVKGGGGGDCAVCLEELEAGDRCRRLPRCEHSFHAPCVDSWLRKSRWCPVCRADVVGRAPEGERKMAAAAAAVETTVAGR
SSSPATGEIVAER*                                                                  
>Osat_LOC_Os06g16940                                                            
MSYRKAESLQIVGYLDSDFAKDNTKLTSGYMFTLAVGAISWKSSKQSTTAGSTMYAEFIACHEAMGQLFFFLIYAKHCKH
RGLGVARGVAVLGLGFQPSSSLCKRCRSGLSSCAVGALRCPGSATWATLRGTARDQVTECAVCHGAFDTAELLRVLSRCQ
HAFHPGCIDVWLMTHSACPVCRRSAADGALRVPGDRESTFPSYVSASKGEERCDMRRWKRASRTRAVA*           
>Osat_LOC_Os06g19680                                                            
MIRLQTYAAFSLMATATAVYYAFSSREQFYPAMVYLSTSKICFVLLLNTGLVAMCVAWQLVKRLFLGTLREAEVERLNEQ
AWREVVEILFAVTIFRQDFSVSFLAMVAALLLVKALHWLAQKRVEYIETTPSVPMLSHARIVSFMLFLLVVDCLFLSNSL
RSLIHKREASVAIFFSFEYMILATSTVSTFVKYIFYVSDMLMEGQWEKKAVYTFYLELISDLVHLSLYMLFFIAIFLNYG
VPLHLIRELYETFRNFRIRIADYVRYRKITSNMNERFPDATADELNASDATCIICREEMTTAKKLLCGHLFHVHCLRSWL
ERQHTCPTCRAPILPPDNGRTAARPHGVHPGVQPVPGNGTPGSERAAGENISRRQAKLEAAASAASLYGRSFAYPPANNL
NRYSTPPQSTSNGPQSGEASTSNQSPKGHATADPSAPTFYARGAVSSVTTTRELESSLQKAYENAIKSQIEMLQIQLQMF
QHGATSSATNNENGEHTKSD*MIRLQTYAAFSLMATATAVYYAFSSREQFYPAMVYLSTSKICFVLLLNTGLVAMCVAWQ
LVKRLFLGTLREAEVERLNEQAWREVVEILFAVTIFRQDFSVSFLAMVAALLLVKALHWLAQKRVEYIETTPSVPMLSHA
RIVSFMLFLLVVDCLFLSNSLRSLIHKREASVAIFFSFEYMILATSTVSTFVKYIFYVSDMLMEGQWEKKAVYTFYLELI
SDLVHLSLYMLFFIAIFLNYGVPLHLIRELYETFRNFRIRIADYVRYRKITSNMNERFPDATADELNASDATCIICREEM
TTAKKLLCGHLFHVHCLRSWLERQHTCPTCRAPILPPDNGRTAARPHGVHPGVQPGNGTPGSERAAGENISRRQAKLEAA
ASAASLYGRSFAYPPANNLNRYSTPPQSTSNGPQSGEASTSNQSPKGHATADPSAPTFYARGAVSSVTTTRELESSLQKA
YENAIKSQIEMLQIQLQMFQHGATSSATNNENGEHTKSD*                                        
>Osat_LOC_Os06g21390                                                            
MSTKRVLCKFFMHGACLKGEYCEFSHDWNDQPNNVCTFYQKGSCSYGSRCRYDHVKVSRNPTVAPPPSSSTTTRASSSLQ
PLSFGRPHHVGYQADSSNPRQQISMDVLAHSGSKPVWRNDFQHESVLEDGIDWSISPTVQNQTTLSPADLPICSFAAGGN
CPYGEECPQMHGDLCTTCGKMCLHPYRPDEREEHTKLCEKNHKRLESLKRSQEIECSVCLDRVLSKPTAAERKFGLLSEC
DHPFCISCIRNWRNNSPTSGMDVNSALRACPICRKLSYYVIPSVLWYFSKEEKLEIIDNYKAKLKSIDCKYFDFGTGTCP
FGSSCFYKHAYRDGRLEEVILRHLDADDGSTVIAKNIRLSDFLSRLHL*                               
>Osat_LOC_Os06g34360                                                            
MPGDSASSTLQYTGIGAFVAIVGIVVLAVIFYTRSSARHAAPGAAPDAVTALQGQQQQRGLGLGPDDVSVLPTFTYHAAA
TASPGRCGLIGRGDAKAAADCCAVCLDELGEGAVVRMLPSCKHYFHATCVDVWLLSRATCPVCRGSPGQEKVRLGLASLS
PPLPQLRRCAPSPPKEAAAAAAADTSRANDDDSSAAASRSPSPIRSSTRFDLAAAAIDAAARSPAMSPSPTRPWTPERVA
RVSRSPSPVTTTATTDLHVVEV*                                                         
>Osat_LOC_Os06g34390                                                            
MSSPPSDPSSGGGDGGSAVPGTASSNFTLLYIIIAVLVGVILYMAIRYGRSVMSEWRQLQAGGGGGEPRAALLGLSSDDI
DALPTFTYRARGAAASPLVGGGGRRGGGSGKGKGATTVVVECVVCLQELADGDVVRVLPACRHFFHGGCIDLWLRAHSTC
PVCRAHPEPDGVRLSDVVAVSPPLPQLRRCGLSPERPTAASRALADILARSPLRGNTTSTTTTTTTGGPITSTSSKSPSS
PVQAAIINYVQASRSPSPTAYHSLNERWPSSPTPVVVVRSKSPSPSSPPIGGLSLQTTTAAAARGVGVVEGVDAGATTSA
SASAPTQVVALSREGGGSRSKSPSPVPH*                                                   
>Osat_LOC_Os06g34400                                                            
MLRAVRPAPSAAAGPAAPPGDGEARACYGIVVACVSLLLLCALVSAVGVARAFAATGVLVLLLGLAGWLAPTDAFAVALA
PELYAGNAGGGGGSARAAPAVRLQVRRCASCGLAAQAIDALPAFAYEPPAADVEDGGEGKPRGGGALCAVCLEDVVAGET
VRRLPSCGHLFHVDCIDMWLHAHRTCPLCRRDLSPEKVTAKSSAAAATVSSTDVLPPHFVGIWHEINQFKSSEKSLVGMP



EAAAAEEEGGDGCSTRLGCYGFMAVNVLMGLYCSIAYAVSATVAGAVAVAVALLLLALAGRLAQTTGGGSAAAAASGRRR
RLLSCPCACGLMAPGAGGIGVLPAFAYEPGGGGGGVLCAVCLEDLRGGEMVRRLPACGHLFHEDCVDVWLRVRRTCPLCR
RVLPPRKSVAAAAAASAAVLPPV*                                                        
>Osat_LOC_Os06g34430                                                            
MSPLLSDKCRRARAAMSSSPAPVESPWLTMRAMRRVGGADGGGGQRSALMVASYPVLLLLVVLAAFVKYVWIALALYSAL
LLLFSCASRRLALAERLPSPLGGGGGGGGVAAVTAAEELQGAAARGGVSGETLASIPAFAYDASAHGGGGEAAAQCAVCL
EALRGGETARRLPSCAHTFHVACIDMWLGSHATCPVCRRRVERKHKGGVLPPMPPEPETEPPV*                
>Osat_LOC_Os06g34450                                                            
MELPWLDLPFTLLTLLLATRLAYDYYGVVAATFTGSFSLQIFLFYCFARWYRHTIAARAAADADGDGGGGAVADEEAAPP
VLIPLLEGRGGGGGGAGAASSLANRCFAVVFMVFVPLVIVVFERSQADVVAYALCLANILVMVVWLSPDAAADPASAAKS
FLRLSDDEDEGSCSGSGHGAAEDKCCVCLAGMREAQALRDLPRCGHRFHAKCIGKWLTAHPTCPVCRTTAVPPPAPLPAS
GDHADDAITPV*                                                                    
>Osat_LOC_Os06g34470                                                            
MLYLAGARWVLLLLAAVTVLLCLQLSARDNAVDGAAAAAAAAGPAQTADLPLQQPAALPREAPAEGDLRGLGASSSPVFV
VAVLPAYAWRKKAAVDGDDGDGECAICLGEVRRGQVVKQLPACTHLFHARCIDKWLITSQGTCPVCRTPVDSAAAALQAV
RVADQPP*                                                                        
>Osat_LOC_Os06g34530                                                            
MTGAGVETCCGGGGQAAAASASGPPPRGLIVVSAVFLSIFLATFLTLMSLAFCCCRRWRERDAVSGYVDGEGAVVVVAAG
ESGGGEPFPVEALPPAYAYVVGSSDDGGATAASGVGRECAVCLGAVREGEMVRRLPACEHVYHADCIDRWLAAHRTCPLC
RRELDPGKLAAGAPPAPAQQQVDPTDQLPV*                                                 
>Osat_LOC_Os06g34560                                                            
MCCHSHPDLTGLLLLVSCSLHRRRPGQQLSTMARKLRGQAASSGTQNSNGLSNSSLELPSEHHFLAARTGMNGFAPTGYQ
QPPPPPAASASPGGWIASTAIFMSIFFSTFLLAMAVSVYCCLLCRDRVRSDRDDTGAVAERARGGGIVAPLPVEALPPAY
PYVVGSSEDGGATAASGGGRECAVCLGAVREGEMVRRLPACEHVYHADCIDRWLAAHRTCPLCRRELDPGKNPPDQLPV*
>Osat_LOC_Os06g34620                                                            
MGSRSGSTTTSMPPVPQENQSVGKGTAIFSYTCVGLTGVALVAVVAFYCNRHVRRRAPVVAAEGAGSVGGREDDGRGVAD
VAAKIPEFAYAGSARHGGGGECSVCLGAVQGGEAVRRLPACKHLYHVECIDMWLASHATCPICRTEVEPPPEDDDGRPAP
AADESSPTEALPPV*                                                                 
>Osat_LOC_Os06g34640                                                            
MCALCQGHRNSSRASAAAAAAAAAAQSRPPPQMRSGGDGGDDGGGGERQLGRSSASPSAPPWPTALVPAFTYSRSVRRNV
GGDDGEEEETAAAAAACSVCLGAFQLGETVRLLPACLHLYHAECIDPWLDAHTTCPLCRSDTGDPSPVDAGRIPPV*   
>Osat_LOC_Os06g34650                                                            
MRLEMSPDNLLFFCSVAASAAAGFCLFSLYRRLARRCHHHHAAPAGGSEEEEEERRRLTAVASGLPAFMYDRLVRHSGKG
ASWTECAVCLGVIHVGAMVKLLPACAHIYHVDCIDLWLSSHPTCPLCRCRVDHPGQGQETARQLAQLSPA*         
>Osat_LOC_Os06g34860                                                            
MSMPPPVPQENQSVGKGTAIFSYTCVGLTGVALVAVVVFYCNRHVRRRAPVVAAEGAGGAGGREDDVLRGVADVAAKIPE
FAYAGSARHGGGGECSVCLGAVQGGEAVRRLPACKHLYHVECIDMWLASHATCPLCRTEVEPPPGDGGGRPAPAADESSP
TEALPPV*                                                                        
>Osat_LOC_Os06g34870                                                            
MGSRSGSSTTTSTPPVAPDENRPPVVKGPAIFSYTCAGLVTGVALVAVVVFYCNRHVRRRAHVVVAGGGGREDDDVRSVA
GVAAKIPEFAYTGSASGGEGAAQCSVCLGAVRGGEMVRRLPACKHLYHVECIDMWLASHATCPLCRTEVEPPPGDDGGRP
APAADETPGNGDLEARIGGGVEAGTQAEIGGGEGAEEIGEEGVDSDAGGRDRRGLVDDLARDESGRCCHGMDVAKSHIAT
LYIVWQRRFARAAARERLERRPAAVAADEAMRLRGEEATQGGGRRCRINPMRGGGAEEIGEGGGDRGSGEEADGRGGGDA
AAGRGGDAAAGRGGDAAAWGGDQSERGDERSRDGGGD*                                          
>Osat_LOC_Os06g34880                                                            
MAVSVYCCLLCRDRVRSDDDDTGAAAERARGGGTIAPFPVEALPPAYAYVVGSSEDGGATAASGGGGRECAVCLGAVREG
EMVRRLPACEHVYHADCIDRWLAAHRTCPLCRRELDPGKNPPDQLPV*                                
>Osat_LOC_Os06g36030                                                            
MEPVTAASAAAAASEEQVTRRVASRIIRALQHQLRLLHRAGPEFFVLGATGNVYTVTLAAAPACTCPDPSVPCKHILFVL
LRVLGLSLDEACVWRQSLRPCQVARLVAAPTCAEADVVAGPRARERFHQLWSARAAAKAEESRRRRRRDDQAAAAGASGR
LDGAACPVCLEEMSPPGAAAAAAMLLTCAMCRNSVHGECFARWKRSRGRRAATCVVCRARWRQPSREQEKEPYINLSAYM
NDAGGGDVNMVAADGDDGGLCAG*                                                        
>Osat_LOC_Os06g42700                                                            
MEEEIAADDLFLDAAADHHPAGFSSSSSSYFASFSEVVEEEDEERHPHPHHRLLLDDDAAGFDHDETLAAPAPAPGSPFS
FASDPDPDPDIDLELRLSSRSPPFWDCLEDDLADEEMVGGGFEWEEIADAAVPAPGAVAAGGGGGGGGGDGGLVGDGDVF
GFLDEREILGAMEGLDSGDDESGFSDEPFDFGDEGDDIGDIFRSVGWEVLPVPLDEDDFEVLPGHVADAAAGGAPPAARA
AVERLQVVAVGGGGEEAAAASRGCAVCKDGIAQGELATQLPCAHLYHGACIEPWLAIRNSCPVCRYELPTDDPEYEKRRV
KRRSSGDSVAQLGTPMQI*                                                             
>Osat_LOC_Os06g45580                                                            
MEVSHMANCSNVSSPEQQPMPPSSAAASSPSPPQLDYDVVVILAAMLCALVCALGLNSMLQCVVRCTRRAVADPVGWVEH
RRAGAGLKREDVVALPVATYVASPAPSVAGCAICLSDFADGERVRLLPACGHRFHVVCIDRWLLAHCSCPTCRRRPSPEA
DGHGAVVGEDHHHRLQVLTAA*                                                          



>Osat_LOC_Os06g47270                                                            
MENACEAGLPLSVAVSVPPVMVDGETVPKEVEECEDEEEEEEYAGDAPPPWKVMGSDDEGETEAGEEEEIAEADGEEEAA
DVEEVEYEFYDSDGSEDEGDGEEVDPAVASAAQFVPEGQFLGSAQFAAYGCAAGFMRVAAVEADPADGQEILVLYRYTLL
KRAWSDPAGVELSMWAKVSKIHRLRFIVPASGDPASSLPFAGLSLSPLIYHNDYVEELETLWSKLAAQVRVPPVATRVQV
IVDVGILRAGDNTPERREYMRAELEAKKEMPWPGKLLGMELHVPEPVVAAAASCKRDSSEEVFDDAPAPPAKRRKVFDAG
EECPVCLDELEDGVVAWPGCSVAHVFHGQCLETTLKGSQMCPICRRDLGLKTLQE*                        
>Osat_LOC_Os06g48040                                                            
MEEDSGRSISTTGFLRRGSSVSLKDQGNEERPNKTKLNPMNARWADSKEKPRYLREPFRSSGTKAACPSSSKAPVRKYFE
EKQGRTFLGEADNAESSSRRTEANRLQCSKKAVVEEDVHPYGQQDEPEDLLSTSTTEDQPAELDPELLDSSVSSGVSAHA
IGSVVRNAALRSKSRQQKGKEELCQIRPQTASAFVNRSTIPRNSTNGVKSSNAAGPGVQRRTLKNLGCTSISDVLPSGCS
SANSIHNKRAEVMRNRAFDGESSSRPRGLNGHSSLGHSPAMYSGITGPRVRTAEQSASQQTRTSSRSIQESADSSRIRRP
STQHARVRVPNEREDSVFALRETLARDRQPEWAHFSLGEAAPRRSMRPFSMELPHEIYSSSRQGSSNQTARSRSSYRPDE
SPPQMFHGLLVERENYRRINMEGIAEVLLALDRIEQDDELTYEQLLVLETNLFLSGLGLHDQHRDMRMDIDNMSYEELLA
LEERIGSVSTALSDEQLVKCLKRNVYKLPNSDLEANRAVLDDAKCSICQEEYIEGEEVGRMQCEHQYHVSCIHEWLRQKN
WCPICKTSAIPSEMDKGGT*                                                            
>Osat_LOC_Os06g48065                                                            
MEPSRRLLLSDYDGAIVSPLPSPPPSSATPFRPGVAVVVGILTSVFSITFLLLLYAKHCKRNAAESSGPYGSGGAFGSSG
GGGAGERRNSGVDRAVVESLPVFRFGALRGQKAGLECAVCLGRFEPTEALRLLPKCRHGFHVECVDTWLDAHSTCPLCRS
RVDPEDVLLLPEPPKPSTTGPPDPPETKVAAAAAAATAKDKEASLAPAAPAPSPAFRGFFSGRHSTGSVRAPGRVGPASR
RSADLVGGDGGAVVGCFEAAKVRKDRVLLMEPAAAVAEPDPEAYDRRFGHRILVSTAGGCEDETAPAAKQRWSEVRPSDL
MFVRSEMLVTEAGRYSCSAAVHSGNGRSVISARSLSELAGVSRLPPIRASGEPRAGARRWPGSSWWARGPPALNGPST* 
>Osat_LOC_Os06g50370                                                            
MDPSGAFFHAAPRSGSNVSLASLARTAGGRRMMHRVFRGVITFIFAIAGLFLGAVTGGLIGLATESGLFRGTGIGAITGA
LVSIEVVDSSIRVWRSRRSGISSICYVLNVIYSLLTGRLVREKVDPAVQRVVRSQMNAVDSSPFRESPDLFEIEGTNGMP
RASIDKLPEVRITEEYRRNAIGDLSGCSVCLQDFQTGEKVRSLPDCWHVFHVPCIDGWLIKHGSCPLCRRKL*       
>Osat_LOC_Os07g06540                                                            
MTKPQLACLRRSAYVTSRQSIPTPRSQLMGAGAGDWPVFVDGGGSSYKTSWSGAAAVIVCLCAVAAVFLIMAGITQLCKR
VFPAAPPAPPPQRRRDDDDDDGIVVAVGIDEATLQALPLVLYGEARTAQTSCAVCLESYGGGDVLRALPECGHLFHRDCI
FTWLRRRPTCPVCRAPPSPAPPADVLGLQLSV*                                               
>Osat_LOC_Os07g06560                                                            
MSAGSPSPGGGDGGGGGGSIFGSGGIGGFGYGVGASVGVLLVVSTVALAIYFCSRTSMPVAAAAAGRPPSPPRPRDDGDV
ETGTGIDDATLEAFPEVVYGEARKARGGAAATQTCCPVCLENYGDGDVLRALPDCGHLFHRECVDPWLRQRPTCPVCRTS
PLPSPMPTPLAEVTPLALVRPS*                                                         
>Osat_LOC_Os07g23970                                                            
MGFPAVYYCVILPPPLHSLLHLLECISRGCALPAALLFSGGDADAEAELAAPPPGAAATAARAQADGIKSRLPVVRFSAS
GSGSDGEEEDGAAAEASPRCAVCLAAVEEGAEVRQLGNCSHAFHLPCIDRWVDMGHFTCPLCRSLL*             
>Osat_LOC_Os07g27950                                                            
MASAASPPRSGDASPSSPLLPSPTSPDRRSGGGGGGGRLLPGLRGAARFLGRTGSRRLMREPSVAVRETAAEHLEERQTD
WAYSKPVVVLDVLWNLAFVAVAAAVLAASLPESPSVPLRVWLAGYVLQCLFHVLCVTVEYRRRREARGGGFGADQGAAAD
GDFKLSIVKHLESANTMFSFIWWIIGFYWISAGGQALSHDAPQLYWLSIVFLAFDVFFVVFCVALACVIGIAVCCCLPCI
IAILYAVTDQQEGASEEDINNLSKFKFRTMGDADKLVAGIAAPVGGVMTECGTNPPVEHFLSAEDAECCICLCPYEDGAE
LRELPCNHHFHCTCIDKWLHINATCPLCKFNIIKSNLGPEDV*MASAASPPRSGDASPSSPLLPSPTSPDRRSGGGGGGG
RLLPGLRGAARFLGRTGSRRLMREPSVAVRETAAEHLEERQTDWAYSKPVVVLDVLWNLAFVAVAAAVLAASLPESPSVP
LRVWLAGYVLQCLFHVLCVTVEYRRRREARGGGFGADQGAAADGDFKLSIVKHLESANTMFSFIWWIIGFYWISAGGQAL
SHDAPQLYWLSIVFLAFDVFFVVFCVALACVIGIAVCCCLPCIIAILYAVTDQEGASEEDINNLSKFKFRTMGDADKLVA
GIAAPVGGVMTECGTNPPVEHFLSAEDAECCICLCPYEDGAELRELPCNHHFHCTCIDKWLHINATCPLCKFNIIKSNLG
PEDV*                                                                           
>Osat_LOC_Os07g29600                                                            
MDYSAMPSPSPSSSAAAAAAAASGCCLDRLWRACGGCGAAAASAAGWTVCALLTCVFAVVGSLVGVFIGAFMGMSTESGM
LRGAGVGVVSGAVFSIEAVESCIEIWRSSESGKYSIIFVLDIISSLFSGRIVWEKVSPALQRAVQSQMSLLSTPFIDNND
LFETGNTGGMSRDLINRIPKTTFSAATNPDQETDNCCAVCLQDFGASQFVRVLPHCQHTFHARCIDNWLFRHASCPLCRA
GVHIDHIHM*                                                                      
>Osat_LOC_Os07g30100                                                            
MAAVNSLYVAAASTAASAAALQWWAGSLLDGDADAAGGGGGGGGGDWLGTVLGSHVTVALLANLAAHVFLVLILSLKTLF
FVQLTSSETRKVLEHIINYVLYKGTFLPLVVPPNSQQIILWSSWLGLLCSLKMFQSLARERLEQLNASPSATPSKYFRVY
SALLLVLSADVLWIKLCVGFCKSCNSQLFWLMFFEPLSIGFETLQSIMVHGFQLFDIWQRHQMDSGVDYLDFQKTYKQAA
GSFSEWRGRLVRNFGFVIDLISLLMSLGHYSMIFWLRGMAFHLVDAVLLLNLRALIASFWKRIKTYAKLRKALSSLDGAL
PDATYDEICAYDDECAICRGPMARAKKLSCNHLFHLACLRSWLDQGLMDGYSCPTCRRPLFLSSQGHTRSTAEVGNVQLI
AEQLNAGLNQQRVPGHEHPIEHQNPADAVWRGAGLDSSWAPPWSSPGMDNPSSSSAVTSVGLSGVQMMMRQLTSVTDNYG
HPDATWSLWPEPVAGSSVVPSSSSRPDGASAAGLRFRGTARPANGSMSEVLSMVDRVREVLPHIPDELIIEDLMRTNNIN
ATVNNLLLMQ*MAAVNSLYVAAASTAASAAALQWWAGSLLDGDADAAGGGGGGGGGDWLGTVLGSHVTVALLANLAAHVF
LVLILSLKTLFFVQLTSSETRKVLEHIINYVLYKGTFLPLVVPPNSQQIILWSSWLGLLCSLKMFQSLARERLEQLNASP



SATPSKYFRVYSALLLVLSADVLWIKLCVGFCKSCNSQLFWLMFFEPLSIGFETLQSIMVHGFQLFDIWQRHQMDSGVDY
LDFQKTYKQAAGSFSEWRGRLVRNFGFVIDLISLLMSLGHYSMIFWLRGMAFHLVDAVLLLNLRALIASFWKRIKTYAKL
RKALSSLDGALPDATYDEICAYDDECAICRGPMARAKKLSCNHLFHLACLRSWLDQGLMDGYSCPTCRRPLFLSSQGHTR
STAEVGNVQLIAEQLNAGLNQQRVPGHEHPIEHQNPADAVWSWIASCNLQAGLAIYRER*                    
>Osat_LOC_Os07g31850                                                            
MMRRRATIGAMGPSAAALRAAAVVGLVVAVGLALPPLAAALRPLRERVASAGAASSSGSWGDEHAFFKRDENEISPYSWN
ITGTYKGSWNFAGSTNGSSRFLEFTKLKGDAVLELLSTPTKISGVHYVQGSVTFHDVLDNAHDRGVAQIRLEGVYIWPFR
QLRMVANSGADGEPLQEEDYFLSNPYHLLRIFSSQVFQETSEEKNRRKNSLTYDMEKHCSVEIAAKVVRVSSNLNEGEHE
KYRLEGLMESTAVDDDGECFSPILLNATSLNVEVYYNKAVNYTLMVTFISFLQVLLLIRQMEHSNTQSGAAKVSILMIGQ
QAIMDAYLCLLHLTAGILVESLFNAFATAAFFKFVVFSIFEMRYLLAIWKASRPLNSGEGWEVMRRELSVLYSRFYGILL
GGILLMYELHNFLRPLLFLMYSFWVPQIVTNVIRDTRKPLHPQYILGMTITRLAIPLYIFGCPSNFMRIEPDKTWCIAVT
IFMGIQAAVLLLQHYFGSRCFIPHQILPEKYCYHRKVEDNTNQPIDCVICMTTIDLTQRTSEYMVAPCEHIFHSGCLQRW
MDIKMECPTCRRSLPPA*                                                              
>Osat_LOC_Os07g42610                                                            
MAAVAAVFLAFVLCFYIFVCAKRYRGGAPPAEGGVAARLWFLLGGGGGGGGAAGSGDAAWCYDGGLDEASMAKLPCRVVG
KGEEAVDCAVCITELAAGETARVLPRCGHGFHVACVDMWLKSHSTCPLCRCPAVDEPPPAAPPPVVAPPEADPESPNFPT
NVLFFGSQDELLRIEKKLVDLGGKIVELAASMVLQSSWPNKQQTAKPATSKNWRNGDSPANHLQITSSSDLLCDATGKYI
FFVRRKFRYSAFTKSKDSFLIHMRLSCCMEMFQFQSHPDTERMILAIWGLKLTSATDIKYLLRWVWTIIDTNRDEQLVAE
M*                                                                              
>Osat_LOC_Os07g43740                                                            
MATANGVDLATAGLLRLLAMGMGPSVQIPGEGGVPVMMVQHIIIGDDGGDLFSGGLGGGVPPASKAAIASLKEVKAGEDG
EGGDSLGDCAICLDAFAAGKEMPCGHRFHSECLERWLGVHGSCPVCRRELPAAEQQPPEEQQSGGADAGERRRPRAVVVS
YVVLGDGGRGGERGEPWNIRIEDVD*                                                      
>Osat_LOC_Os07g48680                                                            
MEILVSALLLLLVPPLSALLAVAAPSLAWPSGSSSVRKLIAKKVAPEQAARDELLRVARYSSASAAAAASAVQQPGGSES
SRPAAAAADDGGRPDQCAVCLSGIEEGDEVRELRCRHLFHRGCLDRWWLSARPPATCPLCRCRLLQSPSAAADDGDGDGE
EDSDSDMVMFMAYLRSSSTWL*                                                          
>Osat_LOC_Os07g49030                                                            
MGTGGGRVALDGGGRRRRKLDEEDDEEYVADDDEEEDEDEDEEEYQQAAAPSDDGEEGGDDEAEPEDESDADFVGDEEEE
EEDLEDEDDLEEVKAPRPKRPPKGKPPPRSRRRRQKDDDDDYEEEEEEDADFDPDVDEDDEEEVDEDEEEFEQDDDDSDD
FAPIRVRKTSTKNHVAKRKPPPGRKKKKRKPSRVSKAKPKKPTSGRRRRKRWATDDDEEEEDDADFIVEDDQEEEEDDHR
PKKKAKAARKTRDVTPEPDVEASAWPAVESDTSEFEFVTSDEEAADKEAPAAEPAKTKGKKGRKRWGSGSESSSDSDYVI
SEQELKDLEVSMPPDAALQSPATLPRRTFLSRRVGEKGKEPEEAWKQTCGICLSEEQRATIQGVLNCCAHYFCFACIMEW
SKVESRCPLCKRRFTTITKSSMADLGLGSRKAVIRVEKRDQVYQPTEEEMRRWLDPYENVVCIECNRGGDDNLMLLCDIC
DSSAHTYCVGLGRQVPEGNWYCGGCRSGGEGPSAQDTVVHCRESNTNPANSSSGSFGSATPSGVFQRPPPINTQPSLQGF
DLNLSPRETPDEDKREESHVSADAVSTPTGRHATLDRRRAFNRRIRILLFRPRVTPNGWQNPIQSDRTIPENEQNPQSTS
TPTEVNPSCSRDSSMQNQQSSSSFVQPARGLIERTYGGGSNFQQTEGAKEQLIPIVKRNLKLMCAQSPLGQSDFKNVARR
ATHTILALSGIAHNEDFVVSTPHPLPSHCNHACDGQEPAFLMRTCCSSCFNSFVGGVVSYIAEMFT*             
>Osat_LOC_Os08g01360                                                            
MNCCSSEAVLSSKVALLNSLFCTIVLPKENCSNKMNCTKGGGFPLLFCAVICLMAQQGACNVVLIANNTTLSFDDVEATF
TPEVKDSGVNGAIYAVEPLDACSPLRKKAANGPVSPFALVIRGGCQFDDKVRNAQNAGFKAVIVYDDEDSGVLVSMAGSS
SGIYIYAVFLSKASGEVLKKYSGQSDVEVWILPVYENSAWSIMAISFTSLLAMAAVLATCFFVRRHQIRRDRGRIPVTRE
FHGMSSQLVKAMPSLIFTKVQEDNSTSSSCAICLEDYSFGEKLRVLPCRHKFHATCVDMWLTSWKTFCPVCKRDASAGTS
KPPASESTPLLSSVIHLSAESTALSSFRSTVAVSPPRPIRRHPSSQSTSRAYSISSAPRNYNLQRYYTNSPYISTSRSNV
DLANMSSQWSHTPHQASMHSLRSGHLSLPINIRYTIPHVSRSDYGSASLGLSHDSCSHHGSPSYYHSSLGQQRSYLMHRT
ESGPSLSTMVLQSPQ*                                                                
>Osat_LOC_Os08g05560                                                            
MTGAAAWPVCTICYEDLRPLSDQHLHCLPACGHVFHALCLEQWLEYCPGGKKKLTCPICKQPCGAAHPPTRLFFQSTGAC
PTQTASSSPSRHEPTDGGADRDELAAEVARLEQKAASLGRVLDEQRDGIQKLNAEVAMWREKAAEAEVMKESVRREKECV
QHLLNAKTEELSRKSSECGRLQEKGLSLAKELAALKLSTDMNLQEEEILKLASLGNHGNAANAVDVLTRSLALRNKSYKE
LMIQCNVLGRSESRSQQRFEKAKELIKKLKARVQDLEKEQEEKENGVIRDLRSAKKFKADQTNSGNTTVNNGFSGLAAGC
GDYPMKLDEVVQDPCDKPGPSPEAKNDLNIKDKMDDKHADVIDLDADDSVFQHEHKKGLSAKPFGNDGNDLDFKSRSSLQ
EHYRKESITCKTYVAEENSFLKPSMVTERSALQESFTTNKLQSFQETPVLRSMKATTSTWEKETLTIDGISKQATRMAPG
TGPQQVHNFNSLSDDFQIPIRNLGGEGTGKSVGKWCKGVATPGSLNTNANKRNLIAVGPDGRGGKVKILRDLGKFQDSKT
QALWPKAQKVGSRGGQSQIDHFFGKR*                                                     
>Osat_LOC_Os08g06090                                                            
MGFPSVCYCVILPQPLVLVLQLLDLLRHAFLLCLSALGLAAPPLPDEHPAYAPPPPPPASMAALPADLVWAFQPAPEPAA
IKARLPAVRYADFVRCRRAAAAAAASCVVCLGALEARHRVRELGNCAHAFHKACIDKWVDKGQATCPLCRAALLPSADDA
DAAAIAATTRHHLPSF*                                                               
>Osat_LOC_Os08g14320                                                            
MGRRTVGGLLLTKGGSILVYREDSPRHKATACCTRTGCSSKLFRDKEKKMRRPTKEAVIPQRSLLVSGSNRLLPQGRMAY
GSRRNAAGTCSETGNRPRRETAGQDLLDHLKERVNSSRKRSLSGGSSPSSSNTSSAGSLSSSSRSISRQLHRSVPKTRKD



GGTNGSNARMRSDSGGNSGANVHRRADLQGPTGRFVSQSLLRHRSRNQEEPVSHLENSLNDSTEYWRFGVDESDEDASSD
RHRGMRMDIDDMSYEELLALGETIGTVSTGLPEDELSNCLKRIHYVPSASTSHEDGDIKCIICQEEYLPAEEVAEMACKH
YYHLACIQQWLRQKNWCPICKSVGSATKH*                                                  
>Osat_LOC_Os08g31720                                                            
MSDIRGFHRAVPSDAADGTAGGAPISAGAIAGTVCAVVVVVGLLAPLVYWLYRRKLKAAASPPLRPPAAAATPLVRAQEA
GAAVGGQGDYTRRRAQVAVPARDGGDLCCGMCGSAYDIVRGGGELPETLECGHHFHRRCVRRWLRVNLACPTCNATHIQL
CGDDDDGQATTPRHRLTASDYSGWDELSTGVGSSSCRF*                                         
>Osat_LOC_Os08g31930                                                            
MPAVEGMRDVVATVSGYHGDERHRLVRLIAETGASYVGAMSRSITHLVCWRLEGKKYDIARRLRTRVVSHRWFEDCLKEG
RRLPEKPYMLESGEEAGPVPELPTFPRSRSKRNASMEDRCLKELPDDFCNTSYATDVLVVADSGSDCNHQRWSDSSLLKE
NFVGDRDNSKIGATHVKERRKRLKHAQNSTNEDALDAEDNISRLMARQGRYESSYTSSRSASNQKGDLLKLLHNDDASMM
RKRNSLMKKETRTKLAGYLIESCENGSLTDSFDEPQMSDTPPTEDRRKIRKTRLRQSTLDSIYDYGEASEHDPEKSEDQE
NFELGESSRSFQSSDSSRQEPAFCTEKTNQGSIDIAADDDKGDDEKATLEEPTSCQGQAELSCVICWTDFSSTRGILPCG
HRFCYSCIQEWADSLSSRGKVSTCPLCKTSFAWISKIDEAGTSDQKIYSQTIPCSTSTDTFIFDDRVYGLPESPSGQGAC
YQCHCREPEELLLSCHVCRSQWVHSYCLDPPLTPWTCIHCRDLRMLYQRYR*                            
>Osat_LOC_Os08g34550                                                            
MSHYTMHAHINYTALPPTSPLQLPLPYLPPPPPPPQPPLLQLQPPPPPSSPVSFDTAFQSRISPSILLIILILAVIFFVS
GLLHLLVRFILRPAPRDAGDADSGDANVTAFQGQLQQLFHLHDAGVDQSFIDTLPVFLYGAVVGAGRKDPFDCAVCLCEF
ADDDRLRLLPKCSHAFHVDCIDTWLLSHSTCPLCRRSLLADFSPYGGGCSPLLFVLESGSEGSISDRLDAASSAHLSLVM
EQEEEAEPEQKHAEAAEKADEVVVSVKLGKFRSQATEVAAGGGCGGSSSANPEQDVRRCYSMGTYEYVMDERSLLRVAVK
PPAKKRPTTQMPGHRVAMSECDCHSKRESFRGLDALPGGKLAQAQPPKPPAKVGKKESFSFSKIWMRGAPRIRKDGASSR
RASSFRLSSVLQRAASDVGATAAPKPLRPDVVSPVTESEYNVSAWDKSEKSASGSVADWDLESAAATAAVPGAGAGNGLS
SRADEAPSFARRTLLWIRGHL*                                                          
>Osat_LOC_Os08g36170                                                            
MSASSPPPPPAPADAEAVPLFYCYECESTVSLPPPPPPPSRPLFCPRCRGEFLEEENPNPPPEPEEEEEVSSPPPPPPPP
PGFLSDSSSDDEEGGDLDLGMGGMDAAAARAYLSRLVHHHLYDDEPIDVAAAAVSLLQRSGLHQGGGGGESAPAAAASIA
ALPTVEVSEPATACAICKDDLPLAAPARRLPCGHLYHSECIVQWLEMRNSCPVCRSRLPSDEPQDAAAPSDPGPAPMRIT
IRLSTNRRRVRTSSDAAPPVAASPTQLAQAVTGEGGGGPANSTETVSSEWPPPSESDAVMSDAREGQRFFD*        
>Osat_LOC_Os08g37760                                                            
MGSPRGRRRGDNGRLLLLAAAAVVIASLVGGGAAQPTTSGPGPNYFNPKSFNPSMAVVIVVLVTAFFFLGFFSIYIRRCA
GGPLGGPGGYGVGGGGGGRVGGGFTFAAARSRRVRGLDPAVLGAFPTMAYADVKAHKAGKGALECAVCLSEFDDDETLRL
LPRCSHAFHADCIDAWLASHVTCPVCRANLAFDAGVPPPPLAPPHALTTGQDVAAAPPQPAAPEQVTVDVVVADAEETEE
RIRREEAAELMRIGSVKRALRSKSGRRPPQFPRSHTTGHSLAAAAAVPATADDAAERYTLRLPDHVLREIVTSARLRRTT
SLQSFRTTAAAGGGARAGRSVRLGQSGRWSNVSSLMRTFSARLPAWGSARRGAEADSPGKDGAKVAGDCTASVEQHCDGG
GGGACPRPLGDHV*                                                                  
>Osat_LOC_Os08g38060                                                            
MASSSLLVRLASDEMPQTLDASSSSSCYDAFVPVFHPDPSSGFSAASVVAAADRLRSQFLSVEPDLFHDALVAPSPDHLG
FPDEEEEEEIRWDCLQLDDDDEEEEGVADLRLEASNAAEEFDWEEVASPSGGAGMDQPEPEWEVLADVPPPPPPPADEGF
VYTSDRDVYEVLVGEGLFLKSKPPAARSAVEALPSAVVAAGEDGEGEECAVCRDGVAAGERVKRLPCSHGYHEECIMPWL
DVRNSCPLCRFELPTDDPQYESWKASRAAAA*                                                
>Osat_LOC_Os08g38460                                                            
MGISSMPAPKDSVVAYLLYNTAVSIAILADMVRAALVFLGLPVPPSAWEDGDDQLAAIAAAAAAAAAAAGGPSLADRFRS
RFRPARFGRRRGGGAGAADCRVCLARFEPESVVNRLPCGHLFHRACLEKWLDYDHATCPLCRHRLLPATTESPSPSPATA
TPHFARI*                                                                        
>Osat_LOC_Os08g42640                                                            
MDLERSPPPPPPEGGGGGGGGGASCSICLDPVVAGGRSVARLQCGHEFHLDCIGSAFNAKGAMQCPNCRKIEKGRWLYAS
GHHPSPDIDIGGWVTGETYDITSDIPFGFQWCPFSGFTQLASVFEEGEAEQTSYHTVGDHSNAASSSLVCPYLALRGFLH
PVHVPSSSSSGAENSSFHRHPTSLEGHAAHDLSNTQVFHATESRNHDNDHRYMSNLPVSGIPDHSVAPFGIGLPRYDSSS
QQRTRPYAHHRPLVHRPTPRNGSNMVTPLGSVPAVMAETRGHGHGARGHMYQQSMHSLQSSPFPPTSRRVRPRALTITSF
IAASSSAEIGGHHGFAPPVNRSNSSDGEAVSRPVDRPYGWGQEGFTPFPWIPADGESHWWGTFNPMQNHTHGGFTRRPTG
ERMPQSHPDSGYHSMHPQRMPPFL*                                                       
>Osat_LOC_Os08g43480                                                            
MDAAKDTTAAAADQNPTPNPPTAAAPPDDSAAAAAAGRRPFTSLTQEEADLALARVLQEQERAYMMLSAHHGGDYAASDG
GSYEFDEEGEGSDFEDEDGDGDGDGEALDEDEEVADADADAAGDPAELDPARYEDDEAFARALQDAEEREVAGRLMALAG
LSDWRVMDHDDDDVDDDDDEDDDDDDDDEDEDGDDPQDAWEDVDPDEYSYEELVALGEVVGTESRGLSADTLASLPSITY
RAQDKQDGNMEQCVICRVEFEEGESLVALPCKHSYHSECINQWLQLNKVCPMCSAEVPTSQDTRA*MVGATSLTRKGRGA
ILRTRMGTGTATGRRWMRTRRWPTQTQTPPVTRLSWTPRGTRTTRPSRGRCRTPRSARSPAASWRSRASVIVSAQGRILS
PILFFSSFHSFISFLCVAYSCCCCCCCCFVGRVMDHDDDDVDDDDDEDDDDDDDDEDEDGDDPQDAWEDVDPDEYSYEEL
VALGEVVGTESRGLSADTLASLPSITYRAQDKQDGNMEQCVICRVEFEEGESLVALPCKHSYHSECINQWLQLNKVCPMC
SAEVPTSQDTRA*                                                                   
>Osat_LOC_Os08g43670                                                            
MEAVAVHASFSSYSPPVVAGGRDDAGSSSSSRSMSRLPARVAGAVARGIVTFVFATVGTILGAITGGLIGLATESGMVRG



TGIGAISGAVVAMEVVDSSVAMWCSHDSGIWSVLYVLDVIWSLLTGRLVREKVDPAVQNAVDSQMNAADAPFRESAPTLA
EMFDTGIPGVAAAATGMPADAIAALPVTTFAAAAGGDDRAGCSVCLQDLEDGERARRLPECGHTFHLRCIDSWLLRHASC
PLCRRTVVAAAVAVDDVVVG*                                                           
>Osat_LOC_Os08g44950                                                            
MGSALSGSGSGSLLVLSVSVVGILFTSILLLAYYLFLACSWRRRSHQTARPTPPLPSFFLAADQPRRGLGLEEAAIRRIP
TLRYQQQQQHNKQQQCGVCLGEFREGERLRRLPPCLHSFHIDCIDAWLATALTCPLCRAHVTVDTNHIAAATTSTRHDDD
QLLSGVHQPMRRSFSLDSCHLYLAIILHPHQLSDSDTRSRSRREPKPAVLESERPSRTLRRSFFSFSHTTTSPVPTPILP
I*                                                                              
>Osat_LOC_Os09g06740                                                            
MDDDGDWITARYLLSSILGRNPLVVDYVDEESFPVEDPPPVAGGARGGRQAVVSQPPVVRATAGVAGTVCSVCTEEIAVA
DAVVRLPCAHWYHAGCISPWLGIRSTCPMCRAELPASDDAAEEGGGAGREKPPRAGRAGTSAGGGVRRDASYELLAGGGV
LSG*                                                                            
>Osat_LOC_Os09g06770                                                            
MDGEMDWIAARFVLSAIMGVHPLVAVDDAGADDEHFPVDDAAAVHGHASPPPVALPAAVLAPEEVAGAVVCAVCTEEVAA
RQAVVRLPCAHWYHAGCIGPWLRIRTNCPTCRAELPREPAAADWRVPRRPAVAETAGSRLRREASYTMLAGTLPS*    
>Osat_LOC_Os09g12720                                                            
MAGRCAGGGDGGGEGMLARLRRAAARRIGLSCASFFSHAATSPSPPPKTISCSALNAPADSTDEDQEKLEEPTSTRMADK
NLCAICLEPLSTGSVDIDNGDRPAIFTSQCSHSFHFLCIASNIRHGNVTCPICRAQWSQLPRDLKVPPLLQNNQSDPILR
ILDDNIATSRFNRRSSIRAARYNDDDPVEPYTLTEHVDPCLRFALIPSPVAAHHHALGHYPCGRVMPLQQHCQYSSSSML
SPPQIASPSGQRRAYLSVSLAPQPAMDLVLVASPNGPHLRLLKQAMALAVFSMRAIDRLAIVTNATTATRAFPLRRMSSH
GKRMALQVIEHLCCVGGTDPVGALQKGLKILEDRAHQNPSSCILHLSDHPIRSCFGVDMNRFNIPVHQFHVGLGFGVQNG
FVMHEFEELLARLLGGVISDTQLRIGEHGGVVRLGELRGGEERRIPLDLVSDCGFILVGYSYLEGGREDQFRTGEVAVGF
EEKGDNRYCGVRDAGGLSIGGERRSSCCAERWDYLDPFMARRWAKHFNVYRA*                           
>Osat_LOC_Os09g15430                                                            
MEHATCDDVHEHAINVSHGETASTSTSHQDLHSDSDDSHQDDRPSTSTQTPSPQSSASTSPTAYNTRNLSFPRRDSMYGH
GRSIWNSGLWISFELVIYVVQIVAAIFVLVFSRDEHPHAPLFAWIIGYTIGCIASIPLICWRCAHRNRPSEQEPEQPPAA
YPNLTSSQSSEGRNQRSSGTVLHFGCITISCPRPSILAYHFKTAVDCFFAVWFVVGNVWIFGGHSTLSDSQEAPNMYRLC
LAFLALSCVGYAIPFVMCAAICCCFPCLISLLRLQEDLGHTRGATQELIDALPTYKFKPKRSKMWVDHASSSENLSEGGI
LGPGTKKERIVSAEDAVCCICLTKYGDDDELRELPCTHFFHVQCVDKWLKINAVCPLCKTEIGGVVRSFFGLPFGRRRVD
RMAGRGIASSRFTV*                                                                 
>Osat_LOC_Os09g17610                                                            
MSGRRPDGSYGPEYGPQPPEHEYGLYHHWPSRGRAPWPLYHGRDYPWRSLEQRVRREPFVFSSRIRHINGGGNPRPRQED
PGLTDAEFKKAMEQLNKQAYRSLDPHKMVESNRGGRNHAKSARSKPAPNNTEEEKACTICLETFLAGEQVVATPCNHIFH
QECITPWVKGHGNCPVCRFALCERNTVSDNSQSGVGEVEVDLDLLEMMRAMEEIFSRVTFSNFMPYN*            
>Osat_LOC_Os09g20980                                                            
MRSSCCIVMAGRFLLGGREIVRTGDDGPLDDGPAVAPAAGSSAPATSAAAARVTPAVLFITVVLAVVLLASGLLHVLRRL
FLKSHRANASAEAVERQLQQLFSLHEDGAGGAGPGLDQAAIDALPAFTYAELLAGAAAPNGGGGNGKRQFDCAVCLCEFD
GGDRLRLLPLCGHAFHAACIDTWLRSSSTCPLCRAALSARALAALAAAAADTPAAAQHRQPDVEDQKLDHHHPPPPSDEP
ATSFVLSVRLGRFKNTQRSDGDADASGGGSRCIDARRCYSMGSYQYVLADDNLLISVHWRPGDGISAATAAAAAGANVAT
ARTGIKQGGGGGGGKKVFGRGDSFSMSKIWQWRGGDRRLPVLHSDASPPADDGLPWATAAAASTRTRQESDT*       
>Osat_LOC_Os09g25220                                                            
MENSAADAAAAAGGADVIYISSDDEDEEIRILSADPYSPEEIQIQEVILLSLDYSRAAAADADTAQSSASSSRPSAAAST
FGEPSSLPDRKGKSKLLSEDGPSESTTTRRWRKRGFTCIICMDKVQASEEFLVNVCSHAFCKSCIGGYVAAKVSDNVAAI
GCPDPGCEEGSVEIGQCRDIVPPELFGRWSVSLWESSMGETTKCYCPFKDCSAMLINDNGDGGDAEEIAETECPHCHRMF
CASCRVPWHDGIDCKEFRKLGNDEKGKEDLMLKKLAGKKKWQRCPQCRMYVEKSAGCTFMRCRCGFFFCYNCAAPMTKLV
HYCKKCNR*                                                                       
>Osat_LOC_Os09g26400                                                            
MSAPAAVEQRLQALRQKLGRKQHFEEAVADLAAAVRDHHAAASPALRDLMYSTVCRVATVLQTRYTAPGFWRAGLNLFLG
TEKLVTNPSEKEQLKTFILRAREHLDEKENEESMPNNRETDTRFLFEGHLTVGPEPPPPAWLVAQNLARELSILAEPSGD
QGANNNGESRAEEMAPAAAIMNFLNTMTVDGDLEAALEESLQNVMANPKVPPASKEVVANLPVVTVTEEIIARLGKETQC
AVCRESLLVDDKMQELPCKHLFHPPCLKPWLDENNSCPICRHELRTDDHVYESRKEREREEEEDRKGAANAVRGGEFMYV
*                                                                               
>Osat_LOC_Os09g27380                                                            
MAPPPPSSELPPPPPTNAATSSSAMAVPYFCRKHVALATSRSSTVWTVAKQTGLRSVTVGSDTAVACAVCTDDLPPAATA
CRLPCGHLYHADCFVQWLSRRNSCPVCRRRVPLFPDHGAAYTDEDEDEDEEEIAPSPPPPHGPETTATDDHRPRSLPGAS
WIGRICRRLLGYTETSHPRQLNRCSGDTTQQW*                                               
>Osat_LOC_Os09g29310                                                            
MAPARVHSNGRLLMLLLLLAVAGFAAAQPSQDNPPAGYYATNFSPSMAIVIVVLIAAFFFLGFFSIYVRHCYGGRGDYST
TPLPRSGAARSRRQRGLDQSVLATFPTMAYADVKAHKSVKGALECAVCISEFDDDETLRLLPKCSHVFHQDCIDTWLASH
ATCPVCRANLVDGASEPASDVAAELPTAPAPRPEGATPSEAAAPGGEAPAAAAAAAVVIDVEETEEERIIREEAAELTRI
GSLKRALRSKSGRAPAARFPRSHSTGHSLSSSAAASAGAERFTLRLPEHVLREVIAAGQLQRTTSLVAFRAGRQGSTRRG
LRSGGGGGGGEGSSRAGRSVRLGQSGRWPSFLPRTFSARLPAWGSRSTRRGDGDGSSKGGRTAGSGAGAGGK*       



>Osat_LOC_Os09g29370                                                            
MLYPERPSRVNGTATVDCSAYPLDCHPVCPGGSCYEIAEPPPPSPVVPRVDVAVDDHHLPVRLLLTVSLLSAFLFISLSV
STILLYRRRVVLRRRRRAATAPLPGDDGFGDGDEEAGGGGGDVHHVWYIRTVGLDEATITSIATAEYRAGVGWGGDCAVC
LGEFRDGELVRLLPRCSHPFHAPCIDTWLRAHVNCPLCRSPVVVPSDLPATATEGEAEGGGQAEEHQVFDEISLSESRAD
VSEDSDTSSDTQSEDTAASPEDGGRVMPKPIRRSASMDSPLFLVVVPEAQDDAMRGDRKFPNGQEMKLFSVKEKDATGTS
SSSCQAGRFGIGRSMSSSGQGFFFSRNGRSSSAVLPL*                                          
>Osat_LOC_Os09g30160                                                            
MGISSMPAPKDSLVLYVLYNAVVSVAALAGVVRAALVFLGLPTPPSLLLLLGGEEGGEDAAVAVSVSAAAAAAGPSLADT
FRARFRPARFGHRRCGGGATADCRVCLVRFEAEAVVNRLPCGHIFHRACLETWLDYDHATCPLCRSRLLADSSSPPAAAA
ALART*                                                                          
>Osat_LOC_Os09g32690                                                            
MSTVSGTRRAPRRQSQDGPGDKVVVNLDAISSPVVGSRRAVPTSTGARASPIDVEALDDEVQTLSASQVPPPRRNRRTRR
QPVAVVDLEVDASREGNKRQRVAPVIHCLSPERGEGSSLKTSNEPPKAKEPVFNCPVCWNKLEEPSTTICGHIFCTTCIK
QAIQIQKKCPTCRKSLRANNFHRIYLPNSDS*                                                
>Osat_LOC_Os09g33670                                                            
MAFAAEPMDLEVSPDSSPAAAAAAAVCSICLDAVACGDGVAARSTARLQCGHEFHLDCIGSAFNAKGVMQCPNCRNIEKG
HWLYGNESQPCSHSDTGDWLNGETFDYPFSFEFGWCPFNTPLTSVFGESESEPNPFLEYIGSLHGFHHPMYAPSSSTAST
ESIPFHQRPTGTEGHATTDLRNTQVFNESEPRNHEREQQYLGSVQMPGTLNHSTAPFGIGMPRYDGGNQQRLRPHMHDNS
LFHRPTARRASNLAHLRSLTAASETRGHGHGMTSHAVQQTIPSSMASNPQPPATRRVRPRALSITSFIAASSSAEIRAPH
DFPLTETASTTNGNIRNGVGAPRHANQSYSWSSETFWPQTGEPHWWSPMAPVHNRSYDNFSGRSATELLSIYGAQNGLPT
PRFL*                                                                           
>Osat_LOC_Os09g35690                                                            
MATPNTYSVHISSETHRIEAWLASDEALARQLQEEENAHDAIATREFAGNASLEPSSPAVEYRPPNNAAQVATEDNVDPD
NMSYEQLQALGEAVGNQSRGLSDDLICYLVPFKNKCSFFSRKKNDEECVICKSTYKSRQKLIRLPCSHCYHADCITRWLK
INKACPVCNEEVFG*MATPNTYSVHISSETHRIEAWLASDEALARQLQEEENAHDAIATREFAGNASLEPSSPAVEYRPP
NNAAQVATEDNVDPDNMSYEQLQALGEAVGNQSRGLSDDLICYLVPFKNKCSFFSRKKNDEEYVPMCDL*          
>Osat_LOC_Os09g36460                                                            
MADSKGSGGAAGDKPGADASPATNPAPPAAAVAVAAAAADAGGDDDVAAAAEARRPFTALSQVDADLALARVLQEQERAY
MMLRMGGGVGEGSDYGSSDAGSYEYDDEAEEDYEEELEHHLRVHHHEHAVGEGRGEGERDGEGAEGSEFEEEGFDEEYDE
EEVEPELDPAEYEDDEAYARALQDAEEREVAARLMALAGISDWRPVEPVEEHANDPQDAWQEVDPDEYSYEELVALGEAV
GTGHRGLSAATLASLPSVTYKAEGVQDGNTEQCVICRVEFEDGESLIALPCKHSYHPECINQWLQINKVCPMCSAEVSTS
DSNQA*                                                                          
>Osat_LOC_Os09g36500                                                            
MDRAQRAHMVRALGVTTTVLFVASVSYIALTALYACFCDGGGRRRREDGGSSSVRPEPSEETKRALDGIPVHVVQMPPRD
GGGGGADEEGGSGDCAVCLAEYAAGDEVRVLPACGHGFHRECVDRWLLTRAPTCPVCRAPVVARVEGPDDDAKEDYCGDG
ESVERHGGGGGDIGFLSVAGESRVLPAI*                                                   
>Osat_LOC_Os09g37050                                                            
MLSLATRLRRVAGKLARCLATCVFATAGMMLGAIAGVIAGFVSEDGLLQGTLIGAISGAFIAMEVVDSLAKIWCYEEYSI
ATRAHLMLLVFWNLVIDRLTVRTSVFPTLTTVLDSQLNAVPSRHRRAEVSGDLTGRSYPVVMGMRLAAVDQLPVIKLTAA
QTDATGACPICLHDFKAGEIARRLPACCHIFHLGCIDNWLLWHALCPMCRRPVN*                         
>Osat_LOC_Os09g38110                                                            
MRHLLQSSEHLTAATATAAASGGRGVHTDTFLILAAVLCFLLCVVGLALVARCSRLCNPSSFAVEAEEAMPPAPCKGLKR
KALLSLPTVSFAEAAAAEEEEERPECAICLAEFARGDEVRVLPPCGHGFHAACVDVWLVSTSTCPSCRRAIVVLAAPSPA
VTAAATDPPPPCCAADAAQASSQPPQPTGASDRGGCRTSVP*                                      
>Osat_LOC_Os10g05230                                                            
MGGCCCSSTRSASVGAPVYIYHQQNPASTIVAIDKNLDTSTPDTYRAPPTPLPYDVGLVLKDNPDLEKTGIKRKIHEHKE
SLMMDDNESLQKCVSEDKPDEEDVCPICLEEYDEENPRSMTKCEHHFHLCCILEWMERSETCPVCDQITMINAMYE*MGG
CCCSSTRSASVGAPVYIYHQQNPASTIVAIDKNLDTSTPDTYRAPPTPLPYDVGLVLKDNPDLEKTGIKRKIHEHKESLM
MDDNESLQKCVSEDKPDEEDVCPICLEEYDEENPRSMTKCEHHFHLCCILEWMERSETCPVCDQPWWPWWILS*      
>Osat_LOC_Os10g30310                                                            
MVVVVSHVMALLSSALSGKKAAAEGDGDDDGGQCRCWRDGDGVGGGQAAAAGCCVCISGFRDGEEVRRLPCGHAFHRDCV
DRWLALYCRRRTCPLCRLHVGGAVVAAAVAGLDELQLGDDLVIWFSSLFVAGF*                          
>Osat_LOC_Os10g31850                                                            
MELESEQHGCEHYTRGCRIRAPCCGEVFGCRHCHNEAKNSLEIHLNDRHEIPRHEIKKVICSLCDKEQDVQQYCSGCGAC
MGKYFCEKCNFFDDDVSKNQYHCDGCGICRTGGVDKFFHCDKCGCCYSNVLRDSHHCVEGAMHHNCPVCFEYLFDSTKDI
SVLHCGHTIHLECLNVMRAHHHFACPVCSRSACDMSDAWKKLDEEVAATPMPEFYQKKMIWILCNDCGATSNVNFHVLAQ
KCPGCSSYNTRETRGCGRPAAARSTV*MELESEQHGCEHYTRGCRIRAPCCGEVFGCRHCHNEAKNSLEIHLNDRHEIPR
HEIKKVICSLCDKEQDVQQYCSGCGACMGKYFCEKCNFFDDDVSKNQYHCDGCGICRTGGVDKFFHCDKCGCCYSNVLRD
SHHCVEGAMHHNCPVCFEYLFDSTKDISVLHCGHTIHLECLNVMRAHHHFACPVCSRSACDMSDAWKKLDEEVAATPMPE
FYQKKMVSKTPNISPKSRVPFFSEHFFR*MELESEQHGCEHYTRGCRIRAPCCGEVFGCRHCHNEAKNSLEIHLNDRHEI
PRHEIKKVICSLCDKEQDVQQYCSGCGACMGKYFCEKCNFFDDDVSKNQYHCDGCGICRTGGVDKFFHCDKCGMFCMILM
Q*                                                                              



>Osat_LOC_Os10g32740                                                            
MAVAKWERAKRALATRLCVRAPRVRAAAAEAEGEGEEGEGRGRSVAASPPAHVASSRRLSRCGSRSSTKICAICLGGMCS
GNGQALFTAECSHKFHFHCISSSVRHGNTVCPICRAVWKELPFQGPLPAAAAADASLLGTARVNPHPLDDRHQHQRMAVV
RRLSRGDSVTRQWQLPIFRTLDGGIFDDDEQLDLHPAEDVVGTQDVDSIVADEMAPASVGITTYAAFPAMEESVMVEEFA
VLIHLKAPSSPATVTSRAPIDLVTVLDVSWSMAGTKLALLKRAMSFVIQALGPGDRLSVVTFSSSARRLFPLRKMTESGR
QRALQRVSSLVADGGTNIADALRKAARVMEDRRERNPVCSIVLLSDGRDTYTVPVPRGGGGGGDQPDYAVLVPSSLLPGG
GSARHVQVHAFGFGADHDSPAMHSIAEMSGGTFSFIDAAGSIQDAFAQCIGGLLSVVAQELRLSVECGDDGVLLTSVRSG
GYASHVDGDGRGGFVDVGDLYADEERDFLVTVRVPAARGVSALITPSCTYRSTATMETVRVGGDTVTVPRTVDAPVGYDG
MSPEVERELHRVQATEDMAAARAAAERGDFELAAAILDERRGVLESRADDDPQSVALAAELREMQDRVETRQRYEESGRA
YMLAGLSSHSWQRATARGDSTELTSVIHTYQTPFMVDMLQRSQTLQPEVVVAMSRSAPLPAPSLSLSPPPPPSQLRRRS*
>Osat_LOC_Os10g32750                                                            
MERETDPCAICLGEIAGGQAIFTAECSHTFHNRCIARNVAHGRRVCPLCNARWSDVPALSSSSAAAVEPDDDDEPPLYAD
DDPVEPAGEQAAATDGDAAAGLVVKAHCEYPAVARGASRDKFAVLVHAKAAGAAAAAASRAPLDLVTVLDVSGSMAGRKL
ALVKKAMGFVIDNLGPADRLCVVSFSTEASRRTRLLRMSEVGKATAKRAVESLVDDSATNIGDGLRVAGRVLGDRRHKNA
VSSVILLSDGKDSYVVPRRGNGMSYMDLVPPSFASSGGRGQLAPIHTFGFGADHDAAAMNTIAESTGGTFSFVENEAAIQ
DSFAQCIGGLLSVAVQDARIAVACSSPGVLVREIKSGRYESRVDADGRAASVEVGELYADEERRFLLFINVPIAEATEDA
TQLIKLSCTYRDTVTGRTIDVAAGEDAVVRRPLEVSAADQEVSMEVERERVRVEATEDIAIARAAAERGDHAEAARTLQL
RREAVEASAPGFAGDVMCDELADDLCELEEEVEDAPRYERAGRARMLAGMSSHGLQRASGTTYNSSRRKQCARKERAKER
LYATPAMGMMVSKSRDEPPPAAQRQQKGPGRGGDEQSEKKKKKSGD*                                 
>Osat_LOC_Os10g32760                                                            
MDSAPCGICHGDMRRGGRGGGDAVFTAECSHQFHFHCISGTVARGRIACPLCHARWRELPSFRRGNDAAPPGASASASAS
AAQPFFRPVEPRVFDDDEPLVRAPRRLGERRHGGGAASVASDGGGGSAVALATHCENSAVARDACREDFAVLVHARAPTG
GGGGAAAEAQRAPLDLVTVLDVSGSMVGNKLALLKQAMGFVIDNLGPGDRLCVISFSSGASRLMRLSRMTDAGKAHAKRA
VGSLSARGGTNIGAALRKAAKVLDDRLYRNAVESVILLSDGQDTYTVPPRGGYDRDANYDALVPPSLVRADAGGGGGRAP
PVHTFGFGKDHDAAAMHTIAEVTGGTFSFIENEAAIQDGFAQCIGGLLSVAVQELRLDVACVDTGVRVTAVKSGRYKSHI
EDDGRAAKVDVGELYADEERSFLLFVVVPRAPAWDDVTHLIEVSCSYRDMETGRTTSVAGDEEAVVLRPSRAESGVAERS
VEVDRELVRVEAIDDIALARAAAERGEYAEAAEILRSRQRAVARSAAARAGDAMCAALSGELREMRARVADRRQYELSGR
AYVLAGLSSHAQQRATSRQMSGEVAPRRHAHGGGGGSSELPTGITVSYVTPAMLDMLDRSRRSRELTRPPPPPPQQQQRD
RERRRS*                                                                         
>Osat_LOC_Os10g34590                                                            
MSNPAAYYAAVARKQYFCYQCNRTVLLPASAAAAGALSCPECRGDFIEEVNVPAPAIIPFPFAFPPMMPTATSASAAAAA
AASPTQSSSSSAATSPSSDLSAFLNSMLGPLNLRTDERMPGTTSAAGTATPEDEPDGFDAVTFFQNYLQNLMDGGANIQV
LLDDASVGLAPGIGRVGGASFGDYFVGPGLEQLIEQLTENDPNRYGTPPAAKSALSTLPDVVVTDAMVAAADGAECAVCK
EDFSPGEGAKQMPCKHIYHADCIMPWLDLHNSCPICRFELPTDDPDYEGRKKSNPQPTAGVDAGAASGSSTAAEEREESG
ESARLVERRFNVSLPWPFSGLGSQTPQQDGSNGGAGASGSKDGGASSDKK*                             
>Osat_LOC_Os10g39450                                                            
MLRPPTPTRRLLQSVGGGSNPNRIPGIPPADPPSGGVSSDVVVILAALLCALICVVGLAAVARCARNRRNSGGAGAGAGS
ASPSHSPAHAGHFGGGGSGGGGVTTTTAATTAAKGLKKKALKALPKLAYADAVAAAAAARGTVVGEEEEGKVEVLAECAI
CLSEFGEREEVRVMPQCGHGFHVACVDTWLRSNSSCPSCRRPIVLDDPSPPKRCRKCEAIVLEAVVAASSSSSSSAATAT
GSGGGGGGGGGRFLP*                                                                
>Osat_LOC_Os10g39770                                                            
MDASPSSSSSSPVAPEVVQWAGGADGFGSAAIGFACRVLCAVATCVFAAVGSVVGAVTGSAIGLATESGMLRGAGIGAIS
GAVFSIEVAESSRDLWHSSDSAVWCLVYMVDIISSLLSGRLVREKVGPAVQSAVQSQISAISSPFAETSDLFETGGTKGL
PADTLRRLPAIKITGDNAVDSAGEPICCSVCLQDFRVGEMARRLPSCRHVFHVPCIDCWLVRHGSCPLCRRDI*      
>Osat_LOC_Os10g39850                                                            
MEEAGDEEGEQGLRLGGVGDGADGEEEVARGVVAPQVLELSSSSSGEEGGSWEEEESQGSVEVTRGGGGDREARVSESRD
SAEVNGGEAESQSLPGCPICMNAWTADGAHRVSCIPCGHVYGRSCLERWLLQCRKKPATCPQCGRRFKLNNIINLYAPEI
SVPNNDLEKQVLSLREKNESLEKQNQELVQEINEHKRQIILQQNFINESSLKRKKMADQSSHGTTDADSVASLTADDGHS
SPCSFVLQNEFFLDGARVMGIDASSQIILTSGRAPGIGAEHVLTKLSMSRQGLQKIHLPSDTKAIRDICILPGGHVVFAS
LGKKLSLLSMTTESVVLHYDLPAPGWSCSGDQNSPNHIYAGLQNGMLLTFDIRQTVAPLHSMMGLSTHPVHTIHSVVDGG
GSRKVISASSIGPCIWDVDGSRNRPDLLNGMENHGVCISLACNPPSSDLLVASFRPKVELSDDGTSQAGKSQSPTPSASG
KLGCHALIRRTSNTSFARDQICRGNVSGLRMSKSAIIPFTGRSNQQHLFAYGDESLRGVRTWRLPSLQTFADLRPHRQPI
LDLRFAESSSTGERYLGCLSEDRLQVFRVR*                                                 
>Osat_LOC_Os10g39936                                                            
MATAPRARRLAAADVQPATPAVGPASGGRPQFNLSSGAATAVVFVSIVLCFILLCTYCRCARQRAIAGARSRVMREIRER
VPGVLLLRPAAAAAALPVLPYSAAAAAAGAKKGPLVEDCPVCLEAFAGDDGVKVVPACGHVFHAACIDQWLAVRNSCPVC
RCAVVCYYADRARDTAVVVDDDDDDQEVVLERVVAMIEAIREEQREEEAAARRAPASDGGGGEGLMTS*           
>Osat_LOC_Os10g41660                                                            
MSSSAVIPPPSPERRVPMVAVPVVADDGGGGHGAKGEESVSGSVAGISPSILIIAVIVVVMLLASVSIHYFIRHLCRRSS
ASAAASSSAPVLPVVVRPASSAAVGEQVVGKASAERAAEMERLISRLPLFTLASSLAALPKSSRDCAVCQSAFRDDDELR
LLPACRHAFHSRCVDPWLRANPSCPLCRASIALPHPPLPDLLRVELGSVSSRRSNPNSAAAVASAPPEGAAVRAYPLPTL
PNSEYLVEEELEVVIKQPAAAAAPRTGEPSQHPLPAAQAERGQPSSVTPTASFSSARSQERWSNRWSSRWSSRWSSGRWS



SRYDAGTVTAAATAEWWWDMDGGAAPAARRREVEEQGNAFHGFMRWLTGAY*                            
>Osat_LOC_Os10g42390                                                            
MAAPTRRLLLLNHEPTTTPASSSSSSRQSFPTLLPVFILFVLLLCFLSIFLVRDLLHFLSLCLRRRRLLLRHGEDHDSSS
VSMQSSASPINAQAPRKPPGLDPAILASFPTLRFKASAAAPECAVCLSDFAAGDALRLLTVCRHAFHTPCIDSWLRAHTT
CPVCRSDLDAAPAPAPRHEDPAAVAVDVECDRRGGAG*                                          
>Osat_LOC_Os11g02250                                                            
MLFLKELPIWQAFGFSLLTGALAGSTLYAVCVVLLCCVDRQRRHAGAPPPDPKIWLPDHTHHRRQRDESSECSICLGELE
EGERCCTLVACRHEFHKECIYRWLANHNTCPLCRHMPLPPASSPPPAPPPHHASPPSNVPPAAHV*              
>Osat_LOC_Os11g02260                                                            
MDAEDFMDSWLMWGNIFFFFLALAITVEVDLIRLRRNDDGNNKSAHQYDMLIERLLLLRPKDDQDNEQCVICLSENEDDV
DGGGGERGRGRMLPGCAHAFHKDCVVKWLRNRTTCPLCRSDVAVAAAAAADNMV*                         
>Osat_LOC_Os11g02424                                                            
MLQRSEGAEQRRPHHRRPPGGLPLPQEPRRQHQVAQPRHRRRRPRQVRRQRRLPHQPLHRLQQPAMRRLGDVVEAPALVL
TPASMQQAGGRGSSGALDASMVVILAALLCVVICALGLTSLIRCALHCARGLSPTTATPTPSVSTAATAGLKKTELRRIP
VEVYGAKQAGVPDGECAICLGDFADGDKVRVLPRCHHGFHVRCIDTWLAAHTSCPTCRDSILSVHGVVAGGQT*MAAVNC
KVVVAVIVVAMVVAAPGASAAITCGQVGSAIAPCISYVTGRSGLTQGCCNGVKGLNNAARTTADRQAACRCLKSLAGSIK
SLNLGTVAGVPGKCGVNVGFPISLSTDCNKVS*                                               
>Osat_LOC_Os11g02670                                                            
MSDHQFAGQPDVQCLVCTRPFTLDAQVTDTFEALAICRDCKATVLNDVERDEITSTSHHTRRRRQRSRTASIDSLEDAFS
QEFSQLIDLARRQGRETDIDSSSVLPQHASYNATPSHSQRWHASDDESDGLNYVDSVFGEIESTISFGDYGADSDTSIEE
HSVSARRRISIQLDNGSYMNTDTDIDPMNARLDQWDSDDQEDVEESGFDETINTMTQHQQQSHDIQLSGLSEDESEDGVW
NWSVAVRQRANVTNLLEDMEGPEMRTTFVGNPDDYVDARQFEMLLEQFAEDNSSRRGAPPAATSFIENLPSVIISTSHQI
NDDVICPVCKDPIPTRARAKQLPCMHLYHSSCILPWFSSRNTCPVCRYELPTDDAEYERSKQATTNVRDIQVVEENSDEQ
EVQVTRQMAVGAIEETNTSEHNVRVDEQPSSARRRSGWLFIAAAPVVSLIGFALVLCFTNPARSGRRQLYCRSPSATEVH
VGTKKSWWSMF*                                                                    
>Osat_LOC_Os11g04281                                                            
MDPPARRLMDSRAAQLAAPLPDPYSAETFEDLLRELGVDPSIHTIVRSAGRWMDPAAAAARVPVRFHRTLQRLGIDPNSD
ARSIRDMLQEFYRVVYHGEVYWAGRVIRPRPSSMPTPVIGRRRRAADGDAPMQPPSKYARVHAVSRDVLLGLALTKACDA
RQEECAVCLSDFEEKDRLRTMPCNHSFHENCLFRWLRDSCLCPLCRYALPKQQQVQSC*                     
>Osat_LOC_Os11g04680                                                            
MASDQSIVMSEQQRAVFCLTLMAVTYGHCRQPADAELLHRLQRADQPPPIRGARVVENTEPNVLFAYTPHNADDDEAYSN
GGFGAVPALSEAIVSLPEMAVGCGCGGGGEAREKECGVCLEGFEEGEKLRKMPCEHYFHESCVFKWLQGPSYVPHGVESA
YIHINRDIEEDDDTYSDDGFCAVPASSDAIAALPVPETTVSETETREEEACAVCLEGFKEGDRVKKMPCSHDFHANCISE
WLRVSRLCPHCRFALPAERDSEQKNPEEA*                                                  
>Osat_LOC_Os11g04690                                                            
MAGEEPWSSEASDDVPDTSHMSDEQFQQFIDQYWAEQGFNIWSWIRASRTSSSSTPGPTRRTAASWQAVTFDGDGVARFS
GNSDRSGGLDDQATSGFSIVDLLDGILQADDDGNGGGATPASSMAIVNLPEITVGDEKGEAKDCPVCLQGFEEGDKLRKM
PCADSHCFHEQCIFSWLLINRHCPLCRFPLPAETEEDEEVVQAENDDDDDDEETILCLHRLFADAADEYTS*        
>Osat_LOC_Os11g05200                                                            
MAAAEEQLATTPEMEMEMEYIPLDGYNSHYVRDDDPYRRYRELRMLAPPANEISGRLLEAADEDAAMSSSLWDDEFELTG
GADADRFTPPGPRLPRPPTHHLNIFSSRLQRLASTRAPPPMPPPIDDGDFGVVFLTGGARRHVAVAAARVAPADTSCLGK
SKYEEPRGGGETAMGGADSTGCVICIAEFEVGDELSTIPCAHRHRFHDKCLAEWLKRSRSCPLCRHLLPAVVPANTRPNI
HFL*                                                                            
>Osat_LOC_Os11g05230                                                            
MATATAFDNLVTLLEAYQRLGDSDDDDGDGGIDRPAAAANGDGGDGEGDGEEEDSDALSQYASFLLGNGDNGGGSGQGGA
EHGEVRNGDDDDGGGFAMGAVESHSYEDTIIVGSTDDAGSSLHHGDDELPVPLPPAELPPPGSAGNAPPAPLEAMTMSFL
QEAAMRRRQGTTNGDGQTILIQRLGELLRAYRANAAGGANGGGAPRSGRQRPASAAAVAALEKRKHGCGGGGGAAAQCVI
CIEDYEVGDDISVMPCSYGHSFHHACLADWLARSRFCPLCRHKLPAADDDDQDDAPDGQAP*                  
>Osat_LOC_Os11g05300                                                            
MASGVSTSMVLTLLGFCGSVLFIVFVCTRLACSLLRRHRRRRRARLPAASSHFLSSVYVVDHHRHLPPSGLDPATVAAFP
TRAFLGAAPRGHASASSSSSSSDAAAQCVVCLADYEEKDVLRILPYCGHNFHALCIDIWLMQHSTCPVCRISLCDYPDSK
QTMSPLPSEVIIPPCSPEPSRSDQCNCLFVGTGHSPRTSQVLINEPDQSNRTLYSPSVEGDNNLPSSEVNPPGEINNQTM
KKHVENHRIQDRS*                                                                  
>Osat_LOC_Os11g18947                                                            
MGGCCCCSSRGSETDRAPVHIYRQQNQEEHEPLSSAYDGSSPASAIVAVDTNLDTSTPDTYRAPPAPLPYDVSLPVPENP
DLEKSDLKSKTDDQQEESLEVDEFKSCEKCVAEDKPDEEDVCPICLEEYDAENPRSLTKCEHHFHLCCILEWMERSDTCP
VCDQITLIDDMYE*MGGCCCCSSRGSETDRAPVHIYRQQNQEEHEPLSSAYDGSSPASAIVAVDTNLDTSTPDTYRAPPA
PLPYDVSLPVPENPDLEKSDLKSKTDDQQEESLEVDEFKSCEKCVAEDKPDEEDVCPICLEGCISFDH*           
>Osat_LOC_Os11g35870                                                            
MKKKRKRKKKKGKSSPKAMAAAAEAEEEVRQEVEAVASVYGDDCRVVRGFPPHLVVHVRPRTADDSSQQFVELFLGIKAS
SQYPKAPPHVYAVESKGLDENRQVYLISSIQNKARELSCYPMLVTLCEEAVEMLSNMNHPAGDCPLCLYPLVKENDGSAL
PFMKLMSCYHCFHSDCIMRWWEWLQNDDTDSKKSSTAATTEVIHASEGLDLSSSAKHHNVSQHKGLCPVCRKVFDEKDIE



HVRDLLGANTSQLASLSIDLDEDEKEVLHSESEKIRQEKFASLFNLQQERNGLIEPKKDLSIQPGMYIPRPPSAPTASEG
DTVDDSCEDTTTSTSGTEPLNQTNSTGGTTKHNSSSGHRRRHRSHASRRQPHGQGQPARQQWQRKGGDTSHQ*MKKKRKR
KKKKGKSSPKAMAAAAEAEEEVRQEVEAVASVYGDDCRVVRGFPPHLVVHVRPRTADDSSQQFVELFLGIKASSQYPKAP
PHVYAVESKGLDENRQVYLISSIQNKARELSCYPMLVTLCEEAVEMLSNMNHPAGDCPLCLYPLVKENDGSALPFMKLMS
CYHCFHSDCIMRWWEWLQNDDTDSKKSSTAATTEAKHHNVSQHKGLCPVCRKVFDEKDIEHVRDLLGANTSQLASLSIDL
DEDEKEVLHSESEKIRQEKFASLFNLQQERNGLIEPKKDLSIQPGMYIPRPPSAPTASEGDTVDDSCEDTTTSTSGTEPL
NQTNSTGGTTKHNSSSGHRRRHRSHASRRQPHGQGQPARQQWQRKGGDTSHQ*MKKKRKRKKKKGKSSPKAMAAAAEAEE
EVRQEVEAVASVYGDDCRVVRGFPPHLVVHVRPRTADDSSQQFVELFLGIKASSQYPKAPPHVYAVESKGLDENRQVYLI
SSIQNKARELSCYPMLVTLCEEAVEMLSNMNHPAGDCPLCLYPLVKENDGSALPFMKLMSCYHCFHSDCIMRWWEWLQND
DTDSKKSSTAATTEAQLSITM*                                                          
>Osat_LOC_Os11g36430                                                            
MASGTDEKAKMEGLTSAAAFVEGGIQDACDDACSICLEAFCESDPSTLTGCKHEFHLQCILEWCQRSSQCPMCWQPISLK
DPTSQELLEAVERERNVRTNQTRNTTIFHHPALGDFEVQHLPVVGNDAELEERILQHLAAAAAMGRSHHLGRREGHRGRS
GSHGRPQFLVFSSHPNMPSAGSVSSSSVQGEVDNESSPVHTTGELSLHANTHEEAGNQSPGMLTYDADQDAVVSSGNSTP
VSSPRFFNRRHSTGQSTPVNNDRAGPSDLQSFSDSLKSRLNAVSMKYKESITKSTRGWKERLFSRHSSVADLGSEVRREV
NAGIASVSRMMERLETRGSNGRTSDGPAISTSEVIPSTESSNERVTENNPTTAATSSGNTSASSAPCVTTTGSN*     
>Osat_LOC_Os11g37230                                                            
MLPGVELARRRRVHYHGDGAAAGAGFGEHHHGHYNYFHQQHHRQAVASAEAGAGAGGEVSPAVAARIRLEEKLRGAAAAP
SSSLSRWGRRFRERDGSTTSRQQNNQQEQQIQLPTEPRPTPKHSMTMLEAPSTRKAPRREMRRTLSKADLCAVCLDEVRE
RHQRVTRLPCSHKYHSECVLPWLAIQPDCPCCRTQVPSVDSLFVA*MCSLHKHLPASIWSSKTTKTEYRYSCELTISYVR
RWGRRFRERDGSTTSRQQNNQQEQQIQLPTEPRPTPKHSMTMLEAPSTRKAPRREMRRTLSKADLCAVCLDEVRERHQRV
TRLPCSHKYHSECVLPWLAIQPDCPCCRTQVPSVDSLFVA*                                       
>Osat_LOC_Os11g39640                                                            
MPPPEPDKDKPLPKPKPPKPKPKPPKPEPEPNTRSAPERDQTAAPYGTVPPDPLSCATDCSPDCVFYHLCPSPPPPVAPV
HLRSSRLPTPLIALSASLLGVSVVLLVALLVCRLMRGRGRRGRRRRGGRNALAPQEAPLTQQPQQGDEEGGAAGAAMAAE
EVEGDDDDDDGGGGVHHVWYIRTVGLDERAIAAITALVYDAKKTGGGIGLAGGGGGGGGGSCAVCLTEFRDGETLRLLPR
CRHAFHRGCIDTWLRAHVNCPLCRAPVQISDKSAAAAAAAAANAAPGAAAAVPGGAPAPNPRNAAAAEADRGELQGSPER
GVRRAASMVTLPRRPWPEVSLRSPASNSGRMGEMGLAKIARLMKFSEVLEMAGIGATRSVSFGGHGRSGQSAAAGAGNNA
DEISR*                                                                          
>Osat_LOC_Os11g41140                                                            
MGALCSCLQADYSDHHGHHASPALGGCMCLRCFTQQLINAYTVLFRAGTVHAVSQSIEATPVDSSESSFDTYRSPPRPLP
YDDPRFSPPQRDWLVSRHGPSCHSPEESEPLRANDDEEMETPSSTHKSSKTNYDTKMKRSSSTHGEKLPTKEPGNYFTYF
SPSAEDEDVCPTCLEDYTSENPRIVMQCSHHFHLGCIYEWMERSEACPVCGKKMEFDETT*                   
>Osat_LOC_Os11g45430                                                            
MELEGHGRGHKRRRLSGQATTQLVEEVDKQQEEEAPAPTCSICLQPWTCNGDHRICCIPCGHVYGRSCLEKWLLHAVLQR
GTGQAKLVTILSSVLNAVKVRATAHFLANAQKNCSSIY*                                         
>Osat_LOC_Os11g47690                                                            
MSLPGVSASTFKSPVFIGLLAVMCVAVVLLLHHCVLVTFCDTRRRRRRRRRRGTSTQQQHVQQGEDDDDDDDEDDMMSSS
SQAKLVVCPYKKAEEWGEAMCPVCLSEFGDGEAVRVLPECMHYFHVDCIGTWLRANTSCPLCRADTTPSSGDLHHHLSIS
VSLEEILVRT*                                                                     
>Osat_LOC_Os11g47700                                                            
MSNNNGNPGYYNNRNAGDQSDYKATIAILFSVFFVVILIRLIHFIINQSNNRAPANGGAAATSDRRLGGGGGVSRVPARL
PRQRPGGAGAGNGTAMAWQPPPCTSTYRRDDGWKETACPVCLSEFADGELIRLLPECMHYFHAACIDEWLRTRATCPLCR
AAPAGDVSTA*                                                                     
>Osat_LOC_Os12g01750                                                            
MAASVECAVCLSVVDEGEKVRQLPACGHVFHQECINMWLSSHASCPVCHGKAAPADELADAIAVCISVKRDVVVPASSPP
PSSPAGSPPAARIRACPSSLRPPLA*                                                      
>Osat_LOC_Os12g02210                                                            
MLFLKELPIWQAFGFSLFTGALAGSILYAVCVLLLCCVDRRRRHAGAPPPDPKIWLPDHAHHRRRRDESSEMECSICLGE
LEEGERCCTLAACRHEFHKECIYRWLANRNTCPLCRHISLPPASSPPPAPPPHHASPPPSNVLAAAHV*           
>Osat_LOC_Os12g02220                                                            
MDAEDIVDCLMWGIIFFFLLACIGVALCFLALTIATVVGLIRRRNDDANNKYDMLIERLLLRPKDDQDNEQCVICLSESE
DDVDDGGGERGRWRMLPGCAHAFHKDCVVKWLRNRTTCPLCRSDVAVAAADDIISTADNMV*                  
>Osat_LOC_Os12g02350                                                            
MRRLVDVVEAPALVLTPAWAATASMQQAGGSSGALDANMVIVLAALLCVVICSLGLSSLIRCALHCARGLSPSPAMATPA
AATTTGGLKKKELRRITVEVYGAKQAGVPDAECAICLGDFADGDKVRVLPRCHHGFHVGCIDTWLAAHTSCPTCRDSILS
VHAGVTGGQT*                                                                     
>Osat_LOC_Os12g02620                                                            
MSDHRTHASDCHPVASQPDVQCLVCTRPFTLDAQVTDTFEALAICRDCKMTVLNDDERDEITSTYRQNTRRRQISRTASI
DFLEDAFLQEFSQLIDLARRQGRETDIDSSSVAPQHASFNSTPSQSQRWHASDDESDGLNYVDSVFGEIESAISLGDYGG
DSDTSIEEHSVMTRRRISIQLDNDSYMNTDTDIDPMNARLDQWDSDDQEDVEESGFDEIVNTMTQHQQQSHDIQLSGLSE
DESEDGVWNWSVSVRQRANVTNLLDDMEEPEMRTTFVGNPDDYVDARQFEMLLEQFAEDNDSRRGAPPAATSFIENLPSV



IISASHQTNGDVICPVCKDPIPTRARAKQLPCMHLYHSSCILPWLSSRNTCPVCRYELPTDDAEYERSKQATTNVRDIQV
VEEISDEQEVQVTRQMAAGVIEETNTSEHNVRVDEQPNSARRRSGWLFIAAAPVVSLIGFALVLCFTNPARSGRRQLYCR
SPSATEVHVDTKKSWWSMF*                                                            
>Osat_LOC_Os12g04090                                                            
MDPPARRLMDSRAAAQLAAPLSDPYAAEKFEDLLRELGVDPSIHTVVRSAGRWMDPAAAAARVPMRFHRTLQRLGIDPNS
DARSIRDMLQEFRRGVYQGEDDVAAPPTGMPRCKMSRDVLLGLALTKACDARQEECAVCLRDFEEKDMLRTMPCNHSFHE
ICLFRWLSESCLCPLCRYALPKQQQVQSC*                                                  
>Osat_LOC_Os12g04130                                                            
MPAAESCHSRSLSWLVKSCIPADPARHIAVPVLCPTPQPPPPSSPPAPPISALPDDLLLECLARVPRASIPPLPAVSRRF
ATLLASDAFLHLRRAHAHLRPSLLGLSVSDNGCIAQALLRFESSVPVLEVAALPLPPTLLHCGGSVFAHARAVVLGRDVF
LIGRGATLRVDALTGAARACAPTLFPRKKFAAAAVGDRIYVAGGSARTAVVEEYDPEADAWRVVGEAPRRRYGCAGASAG
GVFYVAGGVAVSGEGARALEAHVCAGSVDALHVASGAWARPRALPGGGCVVGACGVGDHLYMVASHAVELSFWRWCGATG
RAGDGRGWGGWVALEAPPMPRGSVGLGMAVRVAMAGLGTNRVAAVVSAAAVRGHNAGGGALEGMVLVYDIAGGKWSRAPD
LPPGFRRAALQFAMWSSSCFINHDEREPRDCTNRFGSASTNSALNFVTPFRLIRRSHRSSFVPLSSRKPHFPAAAVSISS
ILFAHTEMHARLLLRMHAPISFAPASSPDAASFAPAAADVGGAVCLGYGIAIAVGVLVFISTVMLASYICVRAKAGAAAV
LLADDDDDGGAPAASAVVVLGLDGPAIDALYPKFLHVGVGDDDNACAGAQCAICLGEFVAGDALRRGPGCGHRFHAECVE
RWLRVSATCPVCRDSPLPSPMATPLAEAVPLAAHAR*                                           
>Osat_LOC_Os12g04450                                                            
MAGDQSIVMSEQQRAEFCLTLMAVMYGHTRQPADAELLRRPQRRRAAAAADPPPHIRNASVVENTEPDVLFAYTPHDGLS
PEFDDDSGGVADYFAADDDEAYSNGGFGAVPALSEAIVSMPELSVGEAREKQCGVCLEGFEEGDKLRKMPCEHYFHESCV
FKWLQGPSYVPHGVESAYIHINRDIEEDDDAYSEDGFCAVPASSDAIAALPETTEKKGRRKGRKEVRHRSLAKRAIAHQA
PPL*                                                                            
>Osat_LOC_Os12g04460                                                            
MSDEEPWSRDASDDVPDTSHMSDEQFQQLIDQYWAEQGFNIWSWIRASRTSSSSTPGPTRRTAASWLAVTFDGDGVARFS
GNSDRSGGLDDQATGGFSIVDLLDGILQPDDDGNGGGATPASSMAIVSLPEITVGDEKGEAKDCPVCLQGFEEGDKLRRM
PCADSHCFHEQCIFSWLVINRHCPLCRFPLPAETEEEEEVAQAENDDDDDDGEETILCLHRLFANAAD*           
>Osat_LOC_Os12g04590                                                            
MEVDASAVARALPRDFPPIENLSFEGIPRYTFKIGNRIHCTNLMYRPGSRTLLTQEEAHEIIRERLRSDIRRGRIELDAD
FLQQLVDQVRDHILQRQRRGTATAIAMDGVVEVEDAYRNGGFGAVPASSKAMAELQEAMASDARERGCAVCLEDFEAGEK
LTRMPCSHCFHATCILDWLRLSHRCPLCRFPMPTQDQSY*                                        
>Osat_LOC_Os12g04650                                                            
MNPASRRHYDSLVARYGDQDALADRFGGQNDGPDAWWSNLRVRMSQDHLLRHEARRRAATLEVFEDRENSHDGAFGCGDR
ASAKAMVTLHQPNLGETREQDCAVCLEPFEEGNTLRMMPCFHSFHQRCIFSWLRISRICPVCRFTLPSQADFESEKAEKE
RVSASPEDGNN*                                                                    
>Osat_LOC_Os12g04660                                                            
MEVDASAVARALPRDFPPIENLSFEGFPRYTFKIGNRIHCTNLMYRPGSRTLLTQEEAHEIIREGLRSDIRRGRIQLNAD
FLQQLVDQVRDHILQRQRRGTATAMDGVVEVEDAYRNGGFGAIPASSKAMAELQEAMASDARERGCAVCLEDFEAGEKLT
RMPCSHCFHATCILDWLRLSHRCPLCRFPMPTQDQSY*                                          
>Osat_LOC_Os12g05270                                                            
MEADNDVSTAALTDGGGGQRHRFTFLLPSQNDDEDATMPPPPTSTDDEDDDFSVDDVAQILSFLLVNGVISGETALLLQI
LTVALHFDLGGGGGGGHGENDDEDAMMAAPLPSIDDEDDDDGSPLLDQVLCYLLLNGIISGERALQILQNANMPLDLDLD
DGGANMPLDLDDGGGFRGVPASAAAVAGLEKQVFHQFDHHGGDDDDDDEAKDSAAGCVICMEEFVAGDEVCAIPCAGNHS
FHHHCITEWLGRSNVCPLCRHALPVEEQDEGVVASST*                                          
>Osat_LOC_Os12g05280                                                            
MMPPAPPTSIDDEDDDFSPDDVAQILSHLLLNGVISGETALLLQILTVALHFDLGGGGGGGGHGQNNDEDAMMAAPPPSI
DDEDDDDGSPLLDQVLCYLLLNGIISGERALQILQNANMPLDLDLDLDDGGANMPLDLDDGGGFRGVPASAAAVAGLEKQ
VFHQFDHHGGDDDDDDEAKDSAAGCVICMEEFVAGDEVCAIPCAGNHSFHHHCITEWLGCSNVCPLGRHALPVEEQDEGG
AT*                                                                             
>Osat_LOC_Os12g05370                                                            
MAAAGVSRSMVLTLLGFCVSVLFIVFVCSRLACALLRRRRGRARLRRASPLAVSGVLSIYVDRHGHHQPSSAAGAASGTG
GLDPAAVAAFPTRAFSPAASSSASASTQCVVCLAEYEEKDVLRVLPYCGHGFHVACIDIWLMHHSTCPVCRISLCDYPDS
KHTMSPVPSAVIIPLPPCSPEASRSDQCNCLFVGTGHSPRTSQVLRNEPDQVKLPVILETSTQGDPWIAVIGSDGDMISL
LKPGASSGRRTAYMFVHAWMSAGPIMAHTIDLNFVCSKHQQQQWFFFPAATGKSRVEPRDADAGLHSCLLPDLRELALKI
*                                                                               
>Osat_LOC_Os12g24490                                                            
MDAPRRRSNGAWEINLVRRSPATARTDRCSRLLLLWSGFVGVVVVLYLFVGHVWASVATAVLLAAAGWFTWYYFGAAPAP
PVLPDHHQPAAPVEARGLSQEDIEAIPAFEYRRGSSGSGVAQCAVCIAAVKDGDTVRRLPACGHAFHAPCVDGWLRDHAT
CPMCRADVVKVAGETTPATEEEPPV*                                                      
>Osat_LOC_Os12g24530                                                            
MEVVVARRGVVVLRLRHGEPPPSAAARSGGRCSRLLLLWTFAVGFAAGLFMFASHVLAAVAAAVLFAAMCLYTCLCLNNA
APEEEEEQQQQPPVLLLPGQALRVAVMPPSVGRLQQQEVNGGGGGGGLRQEDVEAAIPAFEYSKGSGGAAEAEQCAVCIG
VVRRGETVRRLPACGHAFHAACIDGWLRAHATCPVCRADVKVAAGGGGGAPV*                           



>Osat_LOC_Os12g35320                                                            
MGGAHFPGEGEVVAGEGDAVVPLRDVGKMEHGCEHYRRRCKIVAPCCGEVFACRHCHNDATASGDRHTICRQDVEKVVCL
LCDTEQPVSQVCINCGVNMGEYFCDVCKFYDDDTEKGQFHCYDCGICRVGGKENYFHCAKCGSCYAVALRDNHQCVENSM
RQNCPICYEYLFDSLKGTRVLDCGHTMHMECFSEMVEHNKYTCPICSKTALDMTHHWALLDQEIEATIMPPVYRYKVWVL
CNDCNKVSEVDFHVIGHKCSHCNSYNTRSTSRPADLSGSSSPSTSDSSENNP*                           
>Osat_LOC_Os12g39110                                                            
MPIASKLVYFQRRRPSPAPPEPEPEPPDPRRRPCRAGAGASAARRRKPGQEHVPGSKRDTSKGVASAGNITGQAGSTGSS
SRLNRSVSDHGRLPDSVQQARERLLQRLNSVDLSGRRQNTSLSSETIHGGVAPGVSTTADSIFSSLTSCFHTDVSIAPCK
LQESTAETFNTADKHTFIAHCSEPAPTQEVASCRVTDDDELAGPSTECSICLERCGDADGLLELRCKHIFHSACLERWLR
SRSDCPYCRASVLLTAEG*                                                             
>Osat_LOC_Os12g40460                                                            
MLAVVGAALLVVLYARLVSRVFRAARRRWRRRRRRRLLMIPGSPADDSFATFTTYDNYYHTFSPYGLDDAAIKSLPSAQY
LKSSAMAARGGGGGGGADTAARDCAVCLLEFADGDELRALPLCAHAFHADCIDVWLRAHASCPLCRAAVALPPPVASPLR
AARRRSYSFGFERHLLAVEAPSTASPPWRYRLNIGGGGGGADGPNRGGRSSFWSKRWPSPFGGGAAAASRVFSFRSYRSA
AAKSSPFSRRRGGTGPGGATAPGGGFFMSLASEPPSILAAARRASAAAAASSRLRCGDPEALLSPDRLSR*         
>Osat_LOC_Os12g42530                                                            
MAALVAISAVMLACSNRRRRRRRRSPSQRSIDDVELGRAAGLDEAVLAEYPTTVYSCSSSSAAVPEEAAAAAVDAGDGTG
CAVCLAEYEDGDELRRLPGCGHAFHRRNRLG*                                                
>Osat_LOC_Os12g42540                                                            
MVEAAAGGLDEAAIKALPKVVYGTAAAAESSCAVCLGEYGGGDELRVLSWCAHSFHRHCVDPWLRLNPTCPVCRTSLADQ
PTQS*                                                                           
>Smol_XP_002993564                                                              
CAVCLTDFQQQQSRLDPASDRLRFLPHCSHCFHCDCVDEWLQKHLFCPVCRTSLV                         
>Smol_XP_002993562                                                              
MLLSLLIFFYACKCVEARNRRHRQVQEEGQGLVGAGAGGFQSRLGLSKDLVKRLPVVSYEQLVKIKSGEENVECCAVCLI
EFGKGDSEIRHLPRCGHCFHTDCIDMWFFSHSSCPICRDSLQKEPLLEVVST                            
>Smol_XP_002993551                                                              
MADWSSGGSISSFAWPPFPSNGMEDGQWPPWPGAGTGNNNFFGWQGFGFASPRRNDGLGAGTIILVAVLVTGFSLMTLLL
LRLWFCGCSQDDDARRAGNSQPAIANKLAIGLRRDVIESFQVVNYKALVAMRGRESSSSAPGEGECCCPVCLIDFGEEDK
RIRVLPGCGHGFHTECIDMWLFSHTSCPVCRRELLPPSPSSSARRDDRVVVIEIPQIHPQERG                 
>Smol_XP_002993550                                                              
MCGRASSAQSARVAQQVEVVKPGLSKEAIARIPITSSFANPEGGTSSSSSSSSEACAICLGELDDRVRVLPKCSHAFHAE
CVDMWLFSHKTCPTCRSDLSSLEQQQQQQQQQQQPDQMVVVVVDSR                                  
>Smol_XP_002993548                                                              
MNPELGCCSICLAEFGKQDDFIRMMPSCGHCFHSECIALWLVAHSSCPVCRRSLIGLETQCCKNCGRSTASNPQAPPPPP
SPLPPPPPPTTRDLSFSEAVACYSVQLQTATMPIPTPEPSRTIQLEEVVIEVPPDDFRRDHHH                 
>Smol_XP_002993547                                                              
MDGRSSAAHLATKGLWLLVFACFVFAASVLGCLWLCFRLLGQQEIDDAIAAEGDAAIAAARRIRIPTLNYSALEIKSPAT
AAAADCCPICLAPFREELVKKMPVCCHYFHPGCIDLWLDSHTSCPVCREELRLASAEP                      
>Smol_XP_002993541                                                              
CAVCLTDFSKNPAGTKIKILPKCAHAFHCSCIDLWLMTHASCPICRASLFV                             
>Smol_XP_002993152                                                              
MENPTKRPSSANSSTRSSRIGSVSGGDKKGESKPEASASASGSAAVPASPVAVASPLAGSATPARGSRSSSVRKSSISLR
GDKNVFKHAVETGCGHVFCARCLQNSFTRSKGCPTCDRPIEYVHPCFLLRELIVKYGGKRGAGMLQTEFAPYQDDCDIPD
IDDPIIIASQFVGADPGGTCSCVTGGIFDPSDLYFSEHLHDFVSVEEFLDTVKTINEIVAHATPGRAQTCMNRYVCFCLF
YAHARNLICSIQSALADCNVRYPETGLWWTLMHLDSDVYSAGNLDKKMYLMLRIDPVKARNYQHTVVGGLKEGELARLRR
ENVLLRHKMLEIGQTTYLRGITARREKLKARGKFPHSFYAEYPDSYVISPRTLKQLVQFRPGRSTRAYFLPPWARVRSMS
SGLLPLNREEDYVLSKLGSGTLSRSMSPYRRPSDASAGGRRSESGPSNRDSISSARIVDIKTSCRLEDD           
>Smol_XP_002993010                                                              
MALKKKPGPLPPRDVHDHDRLFPPLPGRPQPHQPQHRPQQPQPQPWRPRGGETVYKTAVFLGSMIVVAILLVILICMARW
DSIVRLVPAFSSTDLRRWMRRRRSRRNSDLPREPRDLDLEASSEDFTMSNSLSKKNRSSNRRAVEALPVVNYSAANLKDN
LELGCVVGTECTICLCEFTDGDRVRILPDCYHGFHVECVDVWLIAHASCPSCRRSLHAPSRLEDQQQQQQQQQQQQEHQS
LSFSSSSSQTTFI                                                                   
>Smol_XP_002992803                                                              
MDCSMASSAAAVADEAGRLEDIEAVTAQLWSVKVADFSEFVMERPEAACNEEKIEAACKIAAEGSSALKHGFSPSWLCAI
CLEKIRVEDTAQIKGCDHAYCANCILRWASYKESPWCPQCKLPFSSLFVCKTLDGRMSDFMVEESVCLLLRSTWFKPLPP
AAAQEPEDVEDYQDEDELYEEEYYYTSNVRLGNRRWGDSGYVRGGRKEARPVSVRQVTAGEGSASGGGKGKDVVKESVSV
GRRAKRAQKRVEAELKLKQKDCSDSTLV                                                    
>Smol_XP_002992777                                                              
LSAPRVPASGISGLFYEAYPLNACDAIINGPGLLIGSIPVFAIVERGGCKFDEKILNAQDAGFSAVIVYNNEEGHDLISM
SGSSDDVRIPAVFVSKSAGETLLEYSKQIGARCYILPAIENTAWSVMAVSFISLLAVTAVLTTFLFVRRYRLRHLGSRLL
LLRDSYGMSAREVKALPTVIFKCLGDGQGTSDTCAICLEDYESGEKLRVLPCHHDFHAACVDQWLTTRRPFCPVCKRDAH



NKNEEPPPSESTPLLA                                                                
>Smol_XP_002992456                                                              
DQLIQQLAENDPNRYGTPPASKTAIEAMPVVSITSEHMSGDGGQCAVCKDEFELGSEVRQMPCKHLYHGDCILPWLAQHN
SCPVCRHEMPTDDPEYNNT                                                             
>Smol_XP_002992199                                                              
MVNNGTSADFTNPSMSRVGLGYGIAIAVGILVLVSTIMLASYVCVRQQSSSRDRSDGEWTISGLDQVTLESYPRIVFSAQ
QPLPHPQDTACAICLADYREAEMLRVLPDCRHVFHVQCIDSWMRLQATCPMCRTSPLPTPQATPISTPLSELIPLARHPR
>Smol_XP_002992003                                                              
KGNKDGLECAVCLCKYEEREILRLLPKCKHAFHVDCVDTWLGSHSTCPLCRSHV                          
>Smol_XP_002991852                                                              
MALKKKPGPLPPRDVHDHDRLFPPLPGRPQPQQPQHRPQQPQPQPWRPRGGETVYKTAVFLGSMIVVAILLVILICMARW
DSIVRLVPAFSSTDLRRWMRRRRSRRNSDFPREPRDLDLEASSEDFTMSNSLSKKNRSSNRRAVEALPVVNYSAANLKDN
LELGCLVGTECTICLCEFTDGDRVRILPDCYHGFHVECVDVWLIAHASCPSCRRSLHAPSRLEDQQQQQQQQEHQSLSSS
SSSSQTTSI                                                                       
>Smol_XP_002990987                                                              
FPSIYGGLLPLVVVNTAISLALVKNLLDSLLRIVGLKRDSSEIPSSSLDNPGEIPPSPSSSSSPPSSLEFPGENEEHEAQ
CAVCLCDFEPSSLVRKLPNCSHVFHRDCLDKWLNHNHTTCPMCRSSL                                 
>Smol_XP_002988953                                                              
LQSLLQSSLTIVLLANLLVNFFVVLALCMKTIFFGTLTLLETQKVVERMINYVLFKGLFLTWVVQPEMMQIALWLAWFAV
LGFLKMFQGLARDRLDRLNASPTATVYAHLRVFSVLVLVLLSDLFWIQLCLVVFKDTGISTFMLLLFEPLSIAFETLQAV
LVHGVQLLDTWQRQSLDTSPAATNGLQPDRSVAGASWEWKGMIVRNFSFGMDLLSLFLALGHCLHIWWLRGLAFQVVDAI
LFLNLRALLSAILKRIKGFMRMRTAMSTLQGALPDATQEELLAYDDDCAICKEPMVKAKRLPCAHLFHLSCLRSWLDQGL
ADTYSCPTCRRPLFMGNLRTLGRSHQSFTRTSQHNAASLGSGSDSEWTTVAAGQSSSDNAASNSRGLGRLELMVRHFSGS
GSSHARQSPGEGSASSAPRGLSRIELIMRQLSSTRNHQQSSSSSSSPPSSTTWGFWPFSSSSGASPSLQPHQVEAGSTPA
TSITDGLTPQMRSMVGMVREVLPHVSDDRIVQELRRTNCVTATVNNLL                                
>Smol_XP_002988817                                                              
MLLGAGLPPPLPLLHRPCAAAAGWMRNLPFPGMRMRVAASSSPFDGDDASVRRNDAAATGPGAKPLPELNAEEAVRIQLD
ALLENNTPRQDHGLEVMYLFANAEGDFDGSLPCYFGSAADLYHFGHFALKFKTRLQAGRFPELLKMESYEIVNASDGKVV
ASVRHGKRLTKWLFRMSKVTRGEISYWLTDGLVQLTEPQHAKVKRRWHIKSKHYFDRSFSQPDKGGRMLPGVELARRRRT
SNYSCVSSDRSSRSTSNIVATREKQQQRQQQKIGVPRSSSEIEEAAANALATLQARYRFHPRDEASRTAANEARERLEAR
LRAPELRITRHGSNTVPTPTPTKKKFGSGKHQILSHKDERPDCPICLEEIGRTSLLLPCRHGFHKECIEPWIERSNHCPC
CRASVV                                                                          
>Smol_XP_002988229                                                              
MADHTAQASSGGDGDESPRYFCYQCEKEVAVAGAQDGMTCAECEGGFVEAIATAAAAAPEFGRQSRRRRRRAHDTIPLSD
ALEHMYPHQMLQMVQILLEASRANSRQGASSDAAGANALEIENGGPNPPGDTVEEGELPARSGGEEAPGTAAGGGAGNEG
RVMIVRERQLGQDDLSEEHESDSETGGLRLELEGFDLNEDDDEWEEAEEEEDGVITHTTRIDADVVGDDSGGDREERVSR
ARNNLTFYMREIFQNLLEQNLEVRLELPDVYLGNPGDYLDSRGFEQLLQQLAENDTTRRGAPPAAKSAVDELEMVKIAQH
HIDSGIAVCAICKEQLMLDEPAKQLPCLHLYHQDCILPWLGSRNSCPVCRYELPTDDPDYEEQKNGRKAQDSTPGTAASA
TPAAAATTTAATTIGGEESSSGADRGQNSGGSSEESCRDSSEEVTSGGGGGGGGYRGISRSWLILAVGPVLSVMGFMFIS
LANHLVGRQPDRLFQEFQMMFHSNDVPGTSQRHWWFH                                           
>Smol_XP_002988093                                                              
MNPVERSNSNTATTSSSGNFVWLPSLQVWSFRPAETSISSQHGGAIMPGLARACSQQHQQHEITFELRQPSRLPMHREDE
EKGAEAEHVCPICLGAIEESKNASLWWCMHSFCVGCIEEWSKVRRSCPLCKAEFTGWYHTIKGQKRVERILPPLDYRPSL
DYRLSTAEDYRLSLSDFRISTSDYRLSTDGRPSSVLPERRTSTSRNQARLEREVVRSTMTFRSRLRLQQLMQSRVSRSYR
RSIPLPRQRCFISPAERERLTAEVLTERALSWRTSIYRKGLRAVPLNVKKRMELRPYDLDAKTRAERRLRPWITRELKAI
LGDTDHSVLEQLVLSHWFSYRIDAIEGSDDPPEGPRKSSSQSSSEAVSQLERFLGSNASTFWHELRCYAECPYTMETYDS
IVVYVKGERQLL                                                                    
>Smol_XP_002987997                                                              
CVICLEDVQEADIYTLTECSHKFCSSCVKQHVEATVTTGRTFPVACPQGECTKKFTEGECKKLLSEAALKVFMKKIEEER
IPDAERVYCPYPNCSDLMDRRTFLDPNPRKLCGACHRYFCLDCRVPWHTFSTCAAYQRLPLDLKDAADAKLYRLAENQNW
RQCKKCRWMIELSEGCYHMTCRCGYEFCYTCGMEYR                                            
>Smol_XP_002987995                                                              
CVICLEDVQDADIYTLTECSHKFCSSCVKQHVEATVTTGRTFPVACPQVECTKKFTEGECKKLLSEVALKVFMKKIEEER
IPDAERVYCPYPNCSDLMDRRTFLDPKPRKLCGACHRYFCLDCRVPWHTFSTCAGYQRLPLDLKDAADAKLYRLAENQNW
RQCKQCRRMIELLEGCYHMTCRCGCEFCYTCGMEYR                                            
>Smol_XP_002986983                                                              
LQSLLQSSLTIVLLANLLVNFFVVLALCMKTIFFGTLTLLETQKVVERMINYVLFKGLFLTWVVQPEMMQIALWLAWFAV
LGFLKMFQGLARDRLDRLNASPTATVYAHLRVFSVLVLVLLSDLFWIQLCLVVFKDTGISTFMLLLFEPLSIAFETLQAV
LVHGVQLLDTWQRQSLDTSPAATNGLQPSSDRSVAGASWEWKGMIVRNFSFGMDLLSLFLALGHCLHIWWLRGLAFQVVD
AILFLNLRALLSAILKRIKGFMRMRTAMSTLQGALPDATQEELLAYDDDCAICKEPMVKAKRLPCAHLFHLSCLRSWLDQ
GLADTYSCPTCRRPLFMGNLRTLGRSHQSFTRTSQHNAASLWRGSGSDSEWTTVAAGQSSSSDNAASNSRGLGRLELMVR
HFSGSGSSHARQSPGEGSASSAPRGLSRIELIMRQLSSTRNHQQSSSSSSSSPPSSTTWGFWPFSSSSGASPSLQPHQVE



AGSTPATSITDGLTPQMRSMVGMVREVLPHVSDDRIVQELRRTNCVTATVNNLL                          
>Smol_XP_002985661                                                              
MQAPGDPKSAQSVVECAICLTRLKEAIVRVLPGCNHVFHRSCIDLWLSCNTTCPICRHDLVANHRS              
>Smol_XP_002985397                                                              
MESSNPAPSLSSSSHAQLPARISSLLPASFSRISSLLEVSGLLRGAPQELGPMNRDRDESGGAEVSIRIIADSGSPRESG
SGRPRAADSTVQDEQSGSDRELETEESTTIATAAGDREAVRYDFQHLAKWVEQILPFSILLLVVFIRQHLQGFLVTLWIS
AIMIKANSLLRKQTSLRGERKTYILVVLAAFLIQHVEGIYWWYRADALWRPLVLLPPKDIPNFADAFFNIVLNDTMVRLS
AMAFKCGVLIYYKKGRGRNYRWQGQILTLTEYVVLLYRTVIPGPVWYRFFLNKEYGSLFSSLTTGLYLTFKVTSVLEKVQ
KFATAVRSILRREVQYGTYATHEEVLAVGDLCAICQEKMHAPISLLCKHVFCEDCVSEWFERERTCPLCRSVVKSSELRS
FGDGSTSLFVQLF                                                                   
>Smol_XP_002985076                                                              
GLDPESLEKLPILRYSSIKSSKKGKAGPECTVCLLQFEENEQVRLLPDCGHLFHADCIDMWLETHSTCPLCRRNL     
>Smol_XP_002984989                                                              
GLDPEVLQKFPILQFSLDRSDSKNKNSASATTKKGKIIDGPVECAVCLGNFEEGELLRILPACGHLFHPDCIDAWLHTHS
TCPLCR                                                                          
>Smol_XP_002984792                                                              
MKLPVCSVCQFTYNEEERVPLMLQCGHCFCKECLAQMFARCTDHTLLCPRCRQPTKVGNSVEALHKNFGMLSLIRRAPSE
CRADEDSDEEEDEQDDVDEWLGGGGGIYGSSRLAASPRWSSASCSGIPVDLGSHIMRLVKPLGTGPRAGQDVWSGTLSGP
GGCRHKVAVKRIDAAAGMELEWVQAKIENLRRAAMWCHNVCAVYGACKKDGKLCIVMDRYQNSVQSMMQQNEGRLTLEQI
LRYDCCL                                                                         
>Smol_XP_002984754                                                              
MVFLLPIIASSSMPPLLPSVDPSSDEDSEVPCGFEPKVAIVVGILAALLCVTFFLVLYGRHCKRVLSSRAAAVASSPATG
NGNFSSTRHHHVQGGALRLPLDSHGTLSQWLVDALPKLQPSLKLQGVGVLGVDECPVCLSKYEGGDLLRLLPRCKHVFHV
VCVDKWFASRASCPVCRTFVSCQDIVDLENYYLHHEEQPDCHHQERASPPPQELGPQIPSPAALVIDVALKAGNDELDDL
SSSSSSSCFRPVKPGSQISSNLSTGGSHSGHSELAAMRRSASLDSSFRYSSFFSPKLKPSSSFAHRSI            
>Smol_XP_002984753                                                              
MAPQDYAVPTVDDPGFPFPFPPYSSYPPWYWPPYPPVDFFPPPSPRSSSSGGGISRTSILTPAIVASVALLGSAILLVSY
YKVFAKYCSAWQIFWGLSGRGGGGNRRGRGENLHGASSSAGDVEQGWLLAMNTGLDESIVKKIPVYVYRVGGEGVVGSSE
CVVCLGEFEEDDELRILPKCLHAFHLSCIDVWLRSHSNCPLCRAPVV                                 
>Smol_XP_002984752                                                              
PGLDKETIESLPVFPFTSEKCSKYGKVATECSVCLTDFQEDEVVKILPGCSHFFHTDCIDMWLFSHSTCPLCRCILVP  
>Smol_XP_002984689                                                              
MAVTAKGAALESCSVCLEQVSDVGERSFAKLKCGHYFHLDCIGSAFNAKGSMQCPNCRRVEEGRWLYASGCRQHEDFAFV
DLPSSDEEYDVYAGMADYHELHLRHFQWCPYQSFLSLEEIDPLVTGYSDPNVVVNVLYGENHPAAPTNSNAHHIVDELVV
VQNQVEPPSVGGGGGGGGSIGGTIRGPHSFPVHERTGWASQSGGAHNPVGMMNDVGLASLPIERFRWSAPANRSDAVQPG
YSGQLRSPENNATSWHHVPCPHHGLASTNVSSSPAYAHGNGPSRRSRHWAHGTSSSTGRVGAGSRVASPREQRESHHREW
QRRRESPGYETMVDASSHWRPWFQSGSSGSNLSSELRAAAASGSVRADVYGSSDGFQGQHYYYSQSYAPPGDEARHQQHH
HHHHHAR                                                                         
>Smol_XP_002984585                                                              
MILLALRLWLCKCSPSRSSSPNSSSSTSSDGSKKKAGDGLDKEDINKFALVDFQALASSKYEKTCTVCLCEFTSKDVAIR
LLPGCNHSFHPACIEMWLFSHTSCPICRKSLLPLAMVAKSSSSSIQDHAQEEHHRGEEVV                    
>Smol_XP_002984418                                                              
MSSIVCPVCYEDAKPGSEDLQAIAGCGHVFHELCLQQWLEYCHRKPCCPVCKESCPAKQIHRLYFLSSDQQTQSVSHSQN
SSATIDAVLGKLESQLSVANAALQAIKQENKHLDDELANLKIKLEKSECVRRKAMSDLDICRESSSRLQEEVNRSLEDRT
KLIEKNTSVLNRHCHRVADISLDEDEILRLANVGQAKNKDNIIDTLTRSLVIRNKSYRDLVNKCSSLGMNETVAIQKANK
ASEQLRILKARVQELEKALEVKENKELRDLKRKIEQSNTNFVAEKKMASTTAEHEDKVRHETATEDGCFVPKPTNLCSDK
ALQISIRRDAPICSPILPGDLAKNQEQVCAQDSSTRKRVYAATSGTSSPRGFTPSSSDKGSFILRGADGRGGRVTILKPP
GIKASAHKQSKRAKNHRSNEGLHIEHFFGRAE                                                
>Smol_XP_002983842                                                              
MGWKESDLVVDLDPPDEECPICISSLQGDEVVVELSRCNHHFHRKCVTSWFRSRPSCPTCLRPYGIFTGTQPRGSMFVQM
ESNWSCAGFPLHGVITINYHFPNGIQGPEHPNPGHHYKGTVRTAFLPDNEEGRDILRLLKIAWKRRLVFTVGTSITTGLS
NCVIWNGIHHKTQYEGTYGYPDATYLSRVRQELAALGVF                                         
>Smol_XP_002983644                                                              
WQDVDPDHMSYEELVALGDAVGVESRGLSSDAIAELPVTSYKRGHTGGSTSSDSEQCVICRHDYEEDEMLLTLPCKHKYH
SECIQQWLQINK                                                                    
>Smol_XP_002983588                                                              
RCHICLVEYEEGDQIRVLPCQHEYHQACVDKWLKEVHRVCPLCRGNVCSKTIPATGNAEAGM                  
>Smol_XP_002982880                                                              
FPSIYGGLLPLVVVNTAISLALVKNLLDSLLRIVGLKRDSSEIPSSSLDNPGEIPSSPSSSSSPPSSLEFPGENEEHETQ
CAVCLCDFEPSSLVRKLPNCSHVFHRDCLDKWLNHNHTTCPMCRSSL                                 
>Smol_XP_002981742                                                              
MIRANVVLRRQTALKGERKKLMTAAVGIVLVCHIVLVYSWYTSEAIWKPLLLLPPRKIPKFWEAIFTIVVNDVMVRQAGM



AVKCVLLLTCKSTRGRHFRKQGQLLTAVEYLLLLVRALIPGPVWYRFFLNKEYGNVFSSLTTGLYLTFKLTSVFSKVREF
IGAVGLVTRCEVQYGSAASSDEVLAAGDMCAICQEKMHSPISLRCKHIFCEDCVSEWFERERTCPLCRAVVKFANFRSFA
DGRTSLLPQIF                                                                     
>Smol_XP_002981426                                                              
PPASRQQIDSMPTITISKDHLRNDEFSSCAVCKDDYAVGNKVRQMPCKHVYHQDCILPWLALHGTCPVCRYDV       
>Smol_XP_002981293                                                              
MVKLGTYAAASVIGAVAVVYHAFYSREQFYPAMVYLSTSKISVLLLLNFAFVVLYAVWQLIKMIFLGSLREAEVERLNEQ
LWRELMEVLFAMTIFREEFNVSFIAMVTVLLFVKAFHWLAQKRVEYIEITPTVSRLSHARIASFMAFLLVLDSIFVHSSV
SYLLRTKQASVSLFFAFEYVILATSVVSMFLKYSLYMGDMWMDGQWDNKAVYIFYLELVRDLLHLSLYLFFFLVIFINYG
LPLHLVRELYEIFRNFKARVTDFIRYRKVTSNMNERFPDATAEELGRSDATCIICREEMSTAKKLPCGHLFHVHCLRSWL
ERQQTCPTCRSPVIAAEGGPQAASQRQQQQGQAPEAYFTFAFSGQATPANAAEGNVSPEADQARARMQAAAAAAAQYGSS
FVYPATGASGTMSWYFFFLLVLTLFF                                                      
>Smol_XP_002980444                                                              
MDVRDGDGDGDRGEGEGEACPICSSAISDVHTDCGHWFCLECLVEWVESAPSIRSCSTASTEWTCPLCRHALEAFDFDER
WSDGTDREELRQRLRDYQQEISEPRGRGFGVAGSCALFDLLGFWSGDVQSFDLLAEGRGSAIDVNGTSVERLASKYAGRP
KQAKLCQFLRFPEIPANFPANRNLVSFDVVSYSYRCEDWEAVHIPNHKFKTSVVRNLENSHNYLDASKINPSFQLIVADM
RKVLAYHP                                                                        
>Smol_XP_002980437                                                              
MESTDHVAPLLGSNGAINADSSRSLAPGHRRAVHGAARYLRQATGRRPMREPSMLVRQTAAEQLEERQSDWAYSRPVVVL
DLMWNLAFVVVAVAVLVNSKEERPETPLRVWIVGYAVQCLVHMVCVCSEYRRRRRRILRGGSGPAENTVGHLSAGSESEI
DMEAHSLSKRLESANTMFSFVWWVIGFYWITAGGQALTQHSPRLYWLSVVFLAFDVFFVVFCVALACVIGIAVCCCLPCI
IAILYAVADQEGASEEDINLIPRFKFRRSGSIDTCIIEKADKAPSLGGIMALVGSSDPSSERGLSSEDAECCICLSPYDD
GVELRELPCNHHFHCSCIDKWLRINATCPLCKFNIIHNSSERRDDG                                  
>Smol_XP_002980346                                                              
MSAREVKALPTVIFKCLGDGQGTSDTCAICLEEYESGEKLRVLPCHHDFHAACVDQWLTTRRPFCPVCKRDAHNKNEEPP
PSESTFPTSNLSVFFLVCFLS                                                           
>Smol_XP_002980292                                                              
MDRFVSAQEGLPLKWASSFRQTKCSEGGGNFLKLAGVTGSATALSKVLGLVRELVLAAVFGVGPVVDAFGNQWTNPHNNG
IGLKISLSLGILMYTLAAFLIDAIAPGVSGRYGIASLSPALSSISIILAIFAQDDRGIKLCMLLMTALAIPLAKPIVRAL
VQCYTFGDSAAQAVSLLVKHSVRSFSSAPSTLLLLEFLQPSDRAYRGRPLPAAYKLVSGAFVLLRRPAMDARDGDGDGAR
SDGEGEVCPICSSAIADVRTDCGHWFCSQCLGKWVKRSCATARARSTCPLCRHAIKAFDFDGGRSDGGDGELEASRQRLR
DYQQEISECKRNGSDPLDPEDPDDPDDDPDDHDDDPDDPDGDPAVPEEEDCCPCLLIISVLLLWLLLMGIGCLS      
>Smol_XP_002980267                                                              
MVVCACRKATRIYCYCHSLALCGECVCADQHKICVVRTYPEWVIDPDYSWPPKCSVCDEELREDQAVSRLGCLHALHSSC
LESHLKSFPDHTAPAGYGCPECGLPLWPPPPKNFRNFNVGLPLKLREAIAQAGLAGTLLGGDLTNPDAAPAAFSSMPLVS
TIGIPEKSALEGHQPVSTVSEISAVDEPSSTAPVASTSANTSPSPNVSSQMANSLARKNSYRPEKVVIGSMPYIDDDGDD
EDAISRKYARRGPFYKQLLTHILPFWSPALPTLPVTNPNLRKDGDEDRGELHSRRRHHRHSTVDPRNILFVFAILSCIAT
MLLLYYRLIQNSSLATTS                                                              
>Smol_XP_002979289                                                              
RILCKYYLHGACLKGDSCQFSHSFDDPSSNICTFYQRGVCSYGSRCRYEHVRLPRPKLPFLPLLNAWQERPLVPPPAPSP
SLATFDTFEPDPWEEFQAPDTASLDLADRPICSFAAAGYCPYGNSCSNLHGDLCESCGKHCLHPFREAEREEHREQCVRS
QKRLELLRMSQDIECSVCLERVLSKPSMSDRKFGILSGCDHPFCIACIRDWRGGTRPGMDLETIVRACPICRVSSHYVIP
SVVWYSNTEEKEEIVNGYKNKLSSIDCKYFEYGNSTCPFGTSCFYRHAYGDGTKEEVKLRHLGAADGTTVIAKNIR    
>Smol_XP_002978776                                                              
MAVTTKGAALESCSVCLEQVSDVGERSFAKLKCGHYFHLDCIGSAFNAKGSMQCPNCRRVEEGRWLYASGCRQHEDFAFV
DLPSSDEEYDVYAGMADYHELHLRHFQWCPYQSFLSLEEIDPLVTGYSDPNVVVNVLYGENHPAAPTNSNTHHIVDELVV
VQNQVEPPSVGGGGGGGGSIGGTIRGPHSFPVHERTGWASQSGGAHNPVGMMNDVGLASLPIERFRWSAPANRSDAVQPG
YSGQLRSPENNATSWHHVPCPHHGLASTNVSSSPAYAHGNGPSRRSRHWAHGTSSSTGRVGAGSRVASPREQRESHHREW
QRRRESPGYETMVDASSHWRPWFQSGSSGSNFSSELRAAAASGSVRADVYGPSDGFQGQHYYYSQSYAPPGDEARHQQHH
HHHHHAR                                                                         
>Smol_XP_002978649                                                              
MILLALRLWLCKCSPSRSSSPNPSSSTSSDGSKKKAGDGLDKEDINKFALVDFQALASSKYEKTCTVCLCEFTSKDVAIR
LLPGCNHSFHPACIEMWLFSHTSCPICRKSLLPLAMVAKSSSSSTQDHAQEEHHRGEEVV                    
>Smol_XP_002978523                                                              
IDALPVFLYRAVRGLKEGADCAVCLNEFSGDDRLRLLPKCSHAFHIECIDTWLLSHSTCPLCRCSLV             
>Smol_XP_002978203                                                              
CPICLEEFHTGNALRVLPWCTHSFHVECIDHWLRQNATCPVCRMSLRESP                              
>Smol_XP_002977875                                                              
LSKSLIQRLPVYKSSKSKRVSSDCAVCLGDFQEGEDVKILPKCGHGFHVECIDTWLSIHSNVCPLCRAQVED        
>Smol_XP_002977871                                                              
PNHECCVCLGEFQEQEFVRLLPGCGHFFHVECIDLWLLAHTTCPLCRFKLTPDNV                         
>Smol_XP_002977813                                                              



MARAQRNMCPPCEASGDCGGGASGGAGLKRNLERRGAAPEELVPAGSLPSRFARMDRKVAIMGVRPTARYRRSSAGAGAS
GSAQSPIVLGGGAGLAAGPEIIDLEAEVGSPGIGGASHSFLDGEGSSQPLPKRQRSLRADGSPAGSPAAVTLAAGRLGRG
RAHGAATWGRGPRQFQAPGDRGVVRPIDVDSVVEVEARALQVSEDERLARELQEEFSTAGRDANLARSLQEQEQRQQLRH
AMGHGNAERLYYRRLESVHARIQQALENRQRSGLPGRFRGLEERLNEFGAMLRRSIPLAMQLAYVDRDFNENDYETLLAL
DEGVKQRGASQARIDALPVSEAVETDKSEPCSICLEVPVGGEEIRRLPCLHGFHKECIDTWLQRRANCPVCKASV     
>Smol_XP_002977762                                                              
MEALRLRYGGSHELDIALVFSSLGLTRLPQSLVELESVKCVASPALVASLDRTVFSDGGGGGSADSCVICQNEYVGGDNL
SRLPCKHDVHEACGSEWLLNYSKLCPVCKADIATLLFLIDSSSNDEQAVHSTLQRVLSWNIAIAAYARNGQVELAKAVFD
ESPQRDVSSWNTLAQAYLHRQDFSSAKRAFDGMPSHDVVSLNTMVCGVLLSAYIRNEEPVLAKEFFDKMWKRDQFSWNIL
LCGFVHCGWLDKAEILLHEKMPMYGIVPMNAILAGYSQLGNLEKVKMLFDALPCGNVVSWFILIACHAHKGESLQTKLVF
GKMPQLNMVAWNALGFVCGLTKQLEAAREVFHSMPDPQHYGSVIDLVARSGEVKDAKGMLAWFGLASDVAWRSLLAACRI
QLDEESALAAASSQEDHKEKAPYSLLVNILAS                                                
>Smol_XP_002976487                                                              
MHYFGDLYRASTSAAADAASTAASSTPERSNGFSVCSVPRLVAGALSGALTGMFAIVGALTGAVTGAVAGRATDSGLIRG
AGLGAVAGAVLSVEFLEASRAYWHSERSGSRSRASLAEFVEDVLNGRFMHDQVGPALLTAHHWQVNIDDMTYDELYDMFG
PAEGTKGASEACLKELPWHTVTTENCVDGFGDFVCCAICLQELQGGEIARCLPHCQHTYHMDCVDKWLARHGSCPVCRQG
I                                                                               
>Smol_XP_002976125                                                              
MASSAAAFVEGGVQDACEDACSICLESFGDADPAVITCCKHEYHLQCIIEWSQRSKECPMCWQALSLKDPNSQELLAAVE
HERAIRQSRIGVFPPEGYELHRVS                                                        
>Smol_XP_002976040                                                              
LQQLLMLEATVLFGGMAVHDRHSDWRMDVDNMTYEELLALEEKMGNVSIGVSEERIAHGLQKCRFSTLFAGCGQDGELKC
SICQEEYRNGEQLGRIECGHKFHIGCIKQWLGHKNLCPICKATAVS                                  
>Smol_XP_002974287                                                              
MQAPGDPKSDQSVVECAICLTELEEAIVRVLPSCNHVFHRSCIDLWLSCNTTCPICRRDLVANHRS              
>Smol_XP_002974269                                                              
LCIAQQCGLVNKPRGELTEEEWRIAREQSMARRDALHGCPICHEIFIRGDQLLLSCSHVFHKQCLKRFEKFSRQRCCPVC
RTEHYQTMAVRIPSTLYKNFFATR                                                        
>Smol_XP_002973809                                                              
RCHICLVEYEEGDQIRVLPCQHEYHQACVDKWLKEVHRVCPLCRGNVCSKTIPATGNAEAV                   
>Smol_XP_002973509                                                              
REEEEEEEILECAVCLSEFEENEAGRRLPKCGHVFHTECIDMWFSSHSTCPLCRTSVGLEASS                 
>Smol_XP_002972542                                                              
TECMICLSDFRNGQMVRILPHCSHGFHRKCIEQWLHSHTSCPICRNALLVPGSPEKTTAAVP                  
>Smol_XP_002972370                                                              
MGSSRGGSSGECMICLSEFHSSEKIGMLPDCGHGFHRPCIEMWLFTHSNCPICRHSLVEEQA                  
>Smol_XP_002971210                                                              
MEQHSSSAAPEHSVVNVEPEASNSGNAQHHQHLQQGQLSQRNGDAATAPPSSSSSSSRSTRNYSIPRQRISPLNSGLWIS
IELTITVSQIVASIIVLSLSRDEKPQAPLSVWVAGYAAGCLATLPLLYWRYTHRNGTTQAHDQHESPSQSTPSAESLPPS
PRGTSYVALNIPSASTEVVESRARVGRLVEKFKIALDCFFAVWFVVGNVWIFGGHSSSREAPNLYRLCIVFLTFSCIGYA
MPFILCATICCCLPCIIALLGFREEQAQNRGASAEVIAALPTYKFKSRPSSESKDGSESDSEGSNEGGFVAAGTDKERAV
SADDAVCCICLARYRDGEPLRELSCTHHFHVDCVDKWLKINASCPLCKLDVGGANDQSGNAAGNEANEARAA        
>Smol_XP_002971132                                                              
MFSVKVHEIGDHSVPSELPDWIETLRFSSGNPRVETTRGEMHLFRNTAAQPGAIGALPSGRNEQLCILAVPSLMTGADLC
QFTGSFFQSIKEMRIVRNETSKDRYSVVMKFEDQISADEFFRHFNGRPFSSLQEQICHVLFVADVQYTSSGGDASSAPSG
LTELPSCAVCLERLDQHVSGILTTVCNHSFHTSCISKWTDSTCPVCRYCQEKYENSTCSVCSTADNLWICVICGFVGCGR
YEEGHAINHWRETQHCYSLELETQRVWDYVGDNYVHRLIQSKTDGKLVELNAPCQDANASCECSGGMDFAEAISRSKIDA
AKYDYEHLLSVQMESQRQHHELLMAQALEERAKSFKDREKEIERGISLKLQTMQDTIRKAEEEKAFLEQMNECLRKNQEE
WRTKYRQLEENQALLIKERDNKIRDLEEQVRDFMVFIEAQRTISKHSEMQQGSVLVGDSSSEKLKVARNRRKR       
>Smol_XP_002970900                                                              
MRESSILVRETAVEQLDERQSDWAYSRPVVVLDLIWNLAFVTVALVVLVISQSEQPCTPLRIWVLGYALQCVLHMSCVVS
EYRRRRRRRSSGAGMELEDMEDNEIDHISNEEKHSLLTGSSFFPFCSLAKRLESANTMFSFVWWVVGFYWITAGSEALVQ
SSPRVYWLCIVFLAFDVFFVVFCVALACMIGIAVCCCLPCIIAILYAVVDQEGASEEDISVLPTLKFKRVRNPSCSSTKP
DEEDKAALPAGGVMCSSESLFQRMLSAEDAECCICLSSYEDDAELRELPCNHHFHGSCIVKWLRINATCPLCKYNIIHRS
S                                                                               
>Smol_XP_002970778                                                              
MGNADKCSVCLCEFKAITGEEVRLLPWCNHFFHPDCIDLWLVSHKSCPVCRGSVI                         
>Smol_XP_002969682                                                              
MVKLGTYAAASVIGAVAVVYHAFYSREQFYPAMVYLSTSKISVLLLLNFAFVVLYAVWQLIKMIFLGSLREAEVERLNEQ
LWRELMEVLFAMTIFREEFNVSFIAMVTVLLFVKAFHWLAQKRVEYIEITPTVSRLSHARIASFMAFLLVLDSIFVHSSV
SYLLRTKQASVSLFFAFEYVILATSVVSMFLKYSLYMGDMWMDGQWDNKAVYIFYLELVRDLLHLSLYLFFFLVIFVNYG
LPLHLVRELYEIFRNFKARVTDFIRYRKVTSNMNERFPDATAEELGRSDATCIICREEMSTAKKLPCGHLFHVHCLRSWL



ERQQTCPTCRSPVIAAEGGPQAASQRQQQQGQAPEGQATPANAAEGNVPPEADQARARMQAAAAAAAQYGSSFVYPA   
>Smol_XP_002969635                                                              
MRESSILVRETAVEQLDERQSDWAYSRPVVVLDLIWNLAFVTVALVVLVISQSEQPCTPLRIWVLGYALQCVLHMSCVVS
EYRRRRRRRSSGAGMELEDMEDNEIDHISNEEKHRLLTGSSFFPFCSLAKRLESANTMFSFVWWVVGFYWITAGSEALVQ
SSPRVYWLCIVFLAFDVFFVVFCVALACMIGIAVCCCLPCIIAILYAVVDQEGASEEDISVLPTLKFKRVKSPSCSSTKP
DEEDKAALPAGGVMCSSESLFQRMLSAEDAECCICLSSYEDDAELRELPCNHHFHGSCIVKWLRINATCPLCKYNIIHRS
S                                                                               
>Smol_XP_002969435                                                              
MDSVVLPLELYSVRERGREECPICLGDFGDGQEVNVLPKCRHFYHRDCISMWLSKKHTCPICRCSV              
>Smol_XP_002969272                                                              
MNLRDLKLLPTLIYRENSVSSETCAICLEDYIADEKLRVLPCQHEFHATCVDHWLTTRRSFCPICKRDAHSRVNDPPATE
NTPLLEVHRSDRAILPEVVISLRGSSQVHHVASDTALQLLMSADRQTRVENV                            
>Smol_XP_002965708                                                              
MVIGCSIRLVLSSLLVCSLWGQSGALRLLKDKDVHYENSSWLQQDLPGEGNELSIGPFPMLNVSGSYKGIWRTQNPENGS
VRFPDFQNSMGTFVVELSSSTTEIHGVHYVQGHILLWDGMYVKGNDPQLLQMRMEGVYVWPFRQLRMVLSSASEADFLKV
DDSFPSNPYHLLGIFSLQVLQESPRSHPHTRKRNGAVMEMSKTCKVHLSTQIVSAIAGIFYFSYVDMRLNFNLTDDHHAY
QMRGSIESPMIEDEGECFPSIAINATSVNVEAYYTKAVNYTLMVTFISFLQVLFLIRQMEHSSTQSGAAKVSLLMIGQQA
IMDAYLCLLHLTAGILVESLFNAFATAAFFKFVIFSIFEMRYLLAIWKARRPATSGEGWEAMRRELSVLYSRFYGFLLGG
ILIMYELHSMLRYILVVFYAFWIPQIVANVARDSRKPLHPHYILGITLTRLAIPLYAFGCPRNFMRIEVDVGWCIGISSF
LLLQAFFLLLQHYLGSRWFIPRKFLPEKYSYFRRIDRTALQIGLNGDNMVVDCVICMAAVDIGQRSSDCMVTPCDHVFHS
GCLQRWMDIKMECPTCRRSLPPL                                                         
>Smol_XP_002964809                                                              
WRSSSKGPEEEQVDCSVCLEQFLAGQTLLCLPCKHKFHPACLTPWLEQHEQCPYCRA                       
>Smol_XP_002964579                                                              
MLLGAGLPPLPVLHRPCAAAAGWTRNLPFQGMRMRVAASSSPFDGDDASVRRNDAAATGPGAKPLPQLNAEEAVRIQLDA
LLENNNPRQDHGLEVMYLFANAEGDFDGSLPCYFGSAADLYHFGHFALKFKTRFPELLKMESYEIVNASDGKVVASVRHG
KRLTKWLFRMSKVTRGEISYWLTDGLVQLTEPQHAKLKRRWDIKVQALFRSLFLAGGRMLPGVELARRRRTSNYSCVSSE
RSSRSTSNIVATRDKQQQRQQQKIGVPRTSSEIEEAAANALATLQARYRFHPRDETSRTAANEARERLEARLRAPELRIT
RHGSNTVPTPTPTKKKFGSGKLQILSHKDERPDCPICLEEIGRTSLLLPCRHGFHKECIKPWIERKNKELNSILICAERK
KIEEAKYMFEIERNIRVLNAMRVSRMPMANNEGHIIANWPSNAIDHRTQQPVGMPMIVLRDEESEGNGVEPSTTSDGDKF
HSLGDPRACVCGCQSNLLTARRKNVTWCRACASKADEQPFVRELGQIQSLNFQLSGAEGQAAAEDWSPPLVLRGTEFCFE
TVLLTLFPIMEARLRASELR                                                            
>Smol_XP_002964156                                                              
MENPTKRPSSADSSTRSSRIGSVSGGDKKGESKPEASASASGSAAVPASPVAVASPLAASATPARGSRSSSVRKSSISLR
GDKNVFKHAVETGCGHVFCARCLQNSFTRSKGCPTCDRPIEYVHPCFLLRELIVKYGGKRGARMLQTEFAPYQDDCDIPD
IDDPIIIASQFVGADPGGTCSCVTGGIFDPSDLYFSEHLHDFVSVEEFLDTVKTINEIVAHATPGRAQTCMNRYVCFCLF
YAHARNLICSIQSALADCNVRYPETGLWWTLMHLDSDVYSAGNLDKKMYLMLRIDPVKARNYQHTVVGGLKEGELARLRR
ENVLLRHKMLEIGQTTYLRGITARREKLKARGKFPHSFYAEYPDSYVISPRTLKQLVQFRPGRSTRAYFLPPWARVRSMS
SGLLPLNREEDYVLSKLGSGTLSRSMSPYRRPSDASAGGRRSESGPSNRDSISSARIVDIKTSCRLEDD           
>Smol_XP_002964079                                                              
MSDQNPCTTPSCAPQLKFYQAFTFATPIIFTLVLLLLFCVLYVRRRQTARAVSQLRAQFFARGIFSAWPVDHGLTKSFRA
TLPTIVFDESFAASREDNQCAVCLSDYQPGEKLQQLPVCDHIFHVECIDEWLANNSTCPICRGSLHHGKLVPMESLGGQV
DPHGQDRGHTAVTITGCESSNRNGSTSSSSSGTSGSGNGSQVTEVTTTAGTTAGVDHLPDKAAAKQDNLPGKATETQAQE
QEEELTKSSPPTPGGWKNIVCTMRGPKLLLLNTHKVCVKHHSKE                                    
>Smol_XP_002963778                                                              
MLQDMGASLVCLLLAMVLLPFAKGYILIQIGVAALGSMLIAYVLLSLSALEGVLNCRGEEEIELDLEHSFFIGEEEHRIT
GVLPARHGTERPFLEMLDCSIQPSIAAGSRRIIGDERCAICLGELQEESDPAHRMVGERMFLKCSHSFHSPCIQKWLSLS
TSCPICRARV                                                                      
>Smol_XP_002963425                                                              
MSSQSACGISCNAGTSSQLKLYQTFIFATPILFTLVLLLLFCLLYYKRRRNARAVSQIRAQFFARGLFAAPLDHGLNKSF
RDNIPTIVFDAKFAETRGGDTQCAVCLGEYQIGEKLQQLPTCRHTFHVECIDEWLAGNSTCPICRTSLLQSGRIVPVAFA
DDDDADDPTQSASPPAESQPSQQPSIEEDPRGGGDGSIKDEETNRDRRHKRGSSRSSRSSSIGEAIEQQH          
>Smol_XP_002963071                                                              
MVVCACRKATRIYCYCHSLALCGECVCADQHKICVVRTYPEWVIDPDYSWPPKCSVCDEELREDQAVSRLGCLHALHSSC
LESHLKSFPDHTAPAGYGCPECGLPLWPPPPKNFRNFNVGLPLKLREAIAQAGLAGTLLGGDLTNPDAAPAAFSSMPLVS
TIGIPEKSALEGHQPVSTVSEISAVDEPSSTAPVASTSANTSPSPNVSSQMANSLARKNSYRPEKVVIGSMPYIDDDGDD
EDAISRKYARRGPFYKQLLTHILPFWSPTLPTLPVTNPNLRKDGDEDRGELHSRRRHHRHSTVDPRNILFVFAILSCIAT
MLLLYYRLIQNSSLATTS                                                              
>Smol_XP_002963042                                                              
MSELWVFLSNGSVRQCPGSLSLGRRASLSSGLLVSGKLSAQVAVGLVRELVLAAVFGVDPVVDAFGNQWTNPHSNGIGLK
IPLSLGILMYTLAAFLIDAITTGLLLKTSSGLITRSMAILQPNFGMGFVCSVSGRYGIASLSPALSSISIILAIFAQDDR
GIKLCMLLMTGLAIPLAKPIVRALVQCYTFGDSAAQAVSLLVKHYAMASTCDLLERIFYALGDLDFTHRIKRIVAVHSSG



AFVLLRRPAMDARDGDGDGARSDGEGEVCPICCSAIADVRTDCGHWFCSQCLGKWVKRSCATARARSTCPLCRHAIKAFD
FDGGRSDGGDGGDGELEASRQRLRDYQQEISECKRNGSDPHDPEDPDDPDDDPDDDPDDPDDDPAVPEEEDCCPCVLIIS
VLLLWLLLMGIGCLS                                                                 
>Smol_XP_002962819                                                              
MEYGCAHYRRRCLIRAPCCNGIFNCRHCHNEAMNANEADPSKRHDLPRHKVERVICSLCGLEQDVHQVCSGCGVSMGDYY
CSICRFFDDDVSKGQFHCDSCGICRVGGQEKFFHCDKCGCCYAVALQKGHSCVENSMHHNCPVCFDYLFDSTSDITVLRC
GHTIHSECLREMTLHAQFSCPVCSKSVCDMSSAWERLDQEIAATPMPDAYRNKLVWILCNDCGGSSEVPFHIVAHKCLHC
YSYNTRQTRRSASSPPISSNSSPSSSSSPDSSSSSQSLY                                         
>Smol_XP_002962766                                                              
EARPPPPPPLAQSKSTGNLLDTQIVIVLGAVLCVLICAVWLHSVVRCMVRRNRRQPVATVTGGGDDESAAGLDAKTISTL
PVAPVGPVALSSNSECIVCLQEFGHGERMKLLPNCGHGFHVDCIGAWLMSHSSCPICRHR                    
>Smol_XP_002962655                                                              
MESTDHVAPLLGSNGAINADSSRSLAPGHRRAVHGAARYLRQATGRRPMREPSMLVRQTAAEQLEERQSDWAYSRPVVVL
DLMWNLAFVVVAVAVLVNSKEERPETPLRVWIVGYAVQCLVHMVCVCSEYRRRRRRILRGGSGPAENTVAHLSAGSESEI
DMEAHSLSKRLESANTMFSFVWWVIGFYWITAGGQALTQHSPRLYWLSVVFLAFDVFFVVFCVALACVIGIAVCCCLPCI
IAILYAVADQEGASEEDINLIPRFKFRRSGSIDTCIIEKADKAPSLGGIMALVGSSDPSSERGLSSEDAECCICLSPYDD
GVELRELPCNHHFHCSCIDKWLRINATCPLCKFNIIHNSSERRDDG                                  
>Smol_XP_002962650                                                              
MDVRDGDGDGDRGDGEGEACPICSSGISDVHTDCGHWFCLECLVEWVESAPSIRSCSTASTEWTCPLCRHALEAFDFDER
WSDGTDREELRQRLRDYQQEISEPRGRGFGVAGSCALFDLLGFWSGDVQSFDLLAEGRGSAIDVNGTSVERLASKYAGRP
KQAKLCQFLRFPEIPANFPANRNLVSFDVVSYSYRCEDWEAVHIPNHKFKTSVVRNLENSHNYLDASKINPSFQLIVADM
RKVLAYHP                                                                        
>Smol_XP_002962565                                                              
LLLVVLTLVLGRASAMVVLITAKNETLPFPDMEASFAPRVPASGISGLFYEAYPLNACDAIINGPGLLIGSIPVFAIVER
GGCKFDEKILNAQDAGFSAVIVYNNEEGHDLISMSGSSDDVHIPAVFVSKSAGETLLEYSKQIGARCYILPAIENTAWSV
MAVSFISLLAVTAVLTTFLFVRRYRLRHLGSRLLLLRDSYGMSAREVKALPTVIFKCLGDGQGTSDTCAICLEEYESGEK
LRVLPCHHDFHAACVDQWLTTRRPFCPVCKRDAHNKNEEPPPSESTPLLA                              
>Smol_XP_002962525                                                              
ESRPPPPPPLAQSKRTGNLLDTQIVIVLGAVLCVLICAVWLHSVVRCMVRRNRRQPVATVIGGGDDESAAGLDAKTISAL
PVAPVGPVALSSNSECIVCLQEFGHGERMKLLPNCGHGFHVDCIGAWLMSHSSCPICRHR                    
>Smol_XP_002961954                                                              
MFSVKVHEIGDHSVPSELPDWIETLRFSSGNPRVETTRGEMHLFRNTAAQPGAIGALPSGRNEQLCILAVPSLMTGADLC
QFTGSFFQSIKEMRIVRNETSKDRYSVVMKFEDQISADEFFRHFNGRPFSSLQEQICHVLFVADVEYTSAGGDASSAPSG
LTELPSCAVCLERLDQHVSGILTTVCNHSFHTSCISKWTDSTCPVCRYCQEKYENSTCSVCSTADNLWICVICGFVGCGR
YEEGHAINHWRETQHCYSLELETQRVWDYVGDNYVHRLIQSKTDGKLVELNAPCQDANASCECSGGMDFAEAISRSKIDA
AKYDYEHLLSVQMESQRQHHELLMAQALEERAKSFKDREKEIERGVSLKLQTMQDTIRKAEEEKAFLEQMNECLRKNQEE
WRTKYRQLEENQALLIKERDNKIQDLEEQVRDFMVFIEAQRTISKHSEMQQGNVLVGDSSSEKRKVARNRRKR       
>Smol_XP_002961889                                                              
MALELDGAAGSDESAIQQQDRSFSRESLPPMFVIVYFHKAIRLELERIHETAMSMDRSSGQDFRSLAERYNFLREIYEHH
SQAEDEVIAKVILPALESRVKNVARSYCLEHVVENDLLNEMSQLLSTHLGDQTDSSWQEIISCTEAVQRTVCQHLSKEEG
QVIPLLMQYYNREEQASLVWQFMGNIPVKLMEIFLPWLASSLTLEECKHMELCFREIVPAEELLQEVITEWFKRDHSKFR
LGANRAPKTTPKPAKQAGTDVRFITRSPLNDLLHWHQAIKRELLNITEEIKDLTSLATLSERMEFVSKVWSFHSAAEDKF
VFPPIGKKLDHAVQDEVCSEALRVLENTLKNNCSSTAVITQAELLLDAVEAHFSIEETEFLPLASKLFSIDEQRTLVYES
LKTMPLVFLRRVLPWIVNCVTAKEAKDMLVNIRLAAPQGDSILVALLTGWACENHSHVWDLLKNESLKVSGKRSCQLAAD
RPSKLFRSELSLLSKSLQLEPDLKGSKRSTGKQQLKPIDQIFQFHKAIRKDLEYLDVESARLLDCTDEFLGQFRGRFYFL
WGLYRAHSSAEDTIVFPALEAKEALLNVSHSYMIDHRQEEDLFNEISAILSTFSSLVTQSQEKTEGDEAHQHFLAAKLQR
MCKSMRICLGKHVDREESELWPLFDKHFSVQEQDKVMARIIGSTGAEVIQAMLPWVTAVLTEEERNSMMETWEQATRNTL
FQDWLSAWWTAPSTSRQRSTKETSVSTKDCLQSLVEYFSEGKDTGGDTRDDSETFKPGWPEIFRLNQEELEAAVRKLSTD
ASLDPRRKAYLMQNLMTCRWMVAQQKLRDQRLTDSEPAPSYADEENKVFGCKHYRRNCKLRAACCGSLFTCRLCHDEASD
HTMDRYQTSEMLCMQCLKVQPVGPNCTTPSCNRFCMARYYCPICKFFDDDSKRSIYHCPFCNICRVGSGLGQEFFHCLVC
NGCMSKTLEQSHICREKGTETDCPICCEQIFSSVPDVKSLPCGHYMHSSCFLAYSSNHYTCPICCKTLGDMGLYFGLLDA
LMEAEQLPEEYRGRKEVQCNLPIISHESSSLLSNYRLSFATIASGRERPNFIGFTTSVAHAARSTRRLYKLSFLYRRAEG
GPPGDFSPNSSARINATIGIAAFVVIFGCVAFFITLDLCLRVLLRRYTGIIPLGQRQPGTGTHVNLLNKGLDQGVIDSLL
PAFVYGKEGYVGATTECAVCLSEFEDGERGRLLPKCNHAFHAGCIDMWFQSHATCPICRSPVVDNPDASSSAGAATATAT
ATATITISESESSRDNTPASPIQVASSSSLSSEALAELQGSSSHPAAPVVIIIPRMEEDGSSTGATDGVSSARSSFHSVI
DVNKEQQPEPKSPVVAATTMERLRSLGRILSRRDLGSSTQLPSPRV                                  
>Smol_XP_002961734                                                              
QGLSKAAVNALPREIYGQKRSSKWRSSSKGPQEEQVDCSVCLEQFLAGQTLLCLPCKHKFHPACLTPWLEQHEQCPYCRA
RI                                                                              
>Smol_XP_002960991                                                              
PALGVDKSIIQSLPLFVFRESDKIKLDCCAVCLCEFQEGDHGRTLPKCGHSFHTECIDMWLHCHSTCPLCRASLL     
>Smol_XP_002960890                                                              



MESVVLPLELYSVRERGREECPICLGEFGDGQEVAVLPKCKHFYHRDCLSSWLFRQPTCPLCRCSVRHGPTELKRL    
>Smol_XP_002960889                                                              
MSEICCLLGGAWFAGWSCWLCIKDGDCSFGDAGYGTGASTRDGEAEKKLENGMDSVVLPLELYSVRERGREECPICLGEF
GDGQEVTVLPKCKHFYHRDCLSLWLFRQPTCPLRHGPTELKRL                                     
>Smol_XP_002960888                                                              
MDLVVLPLELYSVRERGREECPICLGEFSDGQEVCVLPKCKHFYHRDCISMWLFKQHTCPLCRCSLQHEPTELKRL    
>Smol_XP_002960886                                                              
MDSVVLPLELYSVRERGREECPICLGEFGDGQEVCVLPKCKHFYHRDCISLWLFKQHTCPLCRCSLRHEPTELKRL    
>Smol_XP_002960827                                                              
MGWKESDLVVDLDPPDEECPICISSLQGDEVVVELSRCNHHFHHKCVTSWFRSRPSCPTCLRPYGIFTGTQPRGSMFVQT
QSDWSCAGFPLHGVITINYRFPNGIQGPEHPNPGYHYKGTVRTAFLPDNEEGRDILRLLKIAWERKLVFTVGTSITTGLS
NCVIWNGIHHKTQYEGTYGYPDATYLSRVRQELAALGVF                                         
>Smol_XP_002994062                                                              
MEAVVADLHNQLGKKSSFESAATALASLFRDRYDGATAAEKRAMYAAACRAGSLLQSRYTGKGFWIAGQILFEEAGDAIT
DPQEQENMMNWLTKAHEFLHEDEDNSPPQQQAQAGPSSPFLFEGQLTVDPEPRPPLWLLAPTTYHYGPAQLDGEGEHDDE
ELEDYVQSLTALENFVIEQADTQKGPPPASKDEVAKLSIVRVTEEVLKGLGDGTECAVCREVLVVGDEMQEMPCKHYFHP
LCLKPWLEEHNSCPVCRYEMRTDDHEYESRKEREAEAEAERKGAANALPGLDFMYV                        
>Smol_XP_002991643                                                              
ILHHVQRRVQHELMLVHRLVPLFVILGATGNVYNVTLDKNPSCDCPDFGRCYTCKHILFVLLRVVKLPRTDHRLWQKALL
SSEVKELLQMCASNGEEAVLASQRVRQRFKQIHGKDKDEDGQTEAKSIQRSIEGDCPICYEAMASADGTPAEELVFCKSC
GNNVHKDCFDRWSRSKSSSYSKVTCIYCRAVWEHKCGATADASSSGYVNLASYSED                        
>Smol_XP_002991447                                                              
MQMGAPSYNPATVTGNSSSRGSSCKRKSCNIPSASGFQDGLSMRHIQDGVGAGHQGVDLSQRPAFMLPPPSGGASSSRSA
ALMEGPRPQKTRLSSDALDSTLGASLFTSSRMPDFAGLSGTSGNAGSISMHPSQVRNALLDYSPGPDGAPSHGHLTFSGG
SNPRDPGAAMAFSGGSRAARLHGGSSSIGGQGLSRRIARVSSGRSMTASASPREQTESRIRSVSMACLENGTFTTGSNRG
PAIRRGVANYLPTLGARHPPISDARQLHGYNGRATFFTHGRTMSPPQVPSSLMEAPEMRPPPPFEGSQTFRHPALAVGRR
ELSALSEGFMAIPSQELEWDHHRPRLMAGGLAEILQALERVERDEDLTREQLIMLEATTFLFGGIGLHDDHSDWRLDIDN
MSYEELLALGDRIGTVSTGLSEDTIVQQLKRTKYAAALARSSEDSDVKCCVCQEEFEEGVELGTINCGHNYHMDCIRQWL
VRKNSCPICKATALPQISEPGSPKLQESSS                                                  
>Smol_XP_002991361                                                              
MADHTAQASSGGDGDESPRYFCYQCEKEVAVAGAQDGMTCAECEGGFVEAIATAAAAAPEFGRQSRRRRRRAHDTIPLSD
ALEHMYPHQMLQMVQILLEASRANSRQGASSDAAGANALEIENGGPNPPGDTVEEGELPARSGGEEAPGTAAEGRVMIVR
ERQLGQDDLSEEHESDSETGGLRLELEGFDLNEDDDEWEEAEEEEDGGVITHTTRIDADVVGDDSGGDREERVSRARNNL
TFYMREIFQNLLEQNLEVRLELPDVYLGNPGDYLDSRGFEQLLQQLAENDTTRRGAPPAAKSAVDELEMVKIAQHHIDSG
IAVCAICKEQLMLDEPAKQLPCLHLYHQDCILPWLGSRNSCPVCRYELPTDDPDYEEQKKGRKAQDSTPGTAASATPAAA
TTTTAATTIGGEESSSGADRGQNSGGSSEESCRDSSEEVTSGGGGGGGGYRGISRSWLILAVGPVLSVMGFMFISLANHL
VGRQPDRLFQEFQMMFHSNDVPGTSQRHWWFH                                                
>Smol_XP_002991117                                                              
MRSARKRKKEDEDEDEDAEEAAAAAEERAARFVSMPSKQVQERMERAVEHRLYLIDKDIEADCSRGSFVILGATGNVYNV
TLDKNPSCDCPDFGRCYTCKHILFVLLRVVKLPRTDHRLWQKALLSSEVKELLQMCASNGEEAVLASQRVRQRFKQIHGK
DKDEDGHTEAKSIQRSIEGDCPICYEAMASADGSPAEELVFCKSCGNNVHKDCFDRWSRSKSSSYSKVTCIYCRAVWEHK
CGATADASSSGYVNLASYSEDHNEANTSLEALYPGCYEWIARR                                     
>Smol_XP_002990243                                                              
MALELDGATGSDESAIQQQDRSFSRESLPPMFVIVYFHKAIRLELERIHETAMSMDRSSGQDFRSLAERYNFLREIYEHH
SQAEDEVIAKVILPALESRVKNVARSYCLEHVVENDLLNEMSQLLSTHLGDQTDSSWQEIISCTEAVQRTVCQHLSKEEG
QVIPLLMQYYNREEQASLVWQFMGNIPVKLMEIFLPWLASSLTLEECKHMELCFREIVPAEELLQEVITEWFKRDHSKFR
LGANRAPKTTPKPAKQAGTDVRFITRSPLNDLLHWHQAIKRELLNITEEIKDLTSLATLSERMEFVSKVWSFHSAAEDKF
VFPPIGKKLDHAVQDEVCSEALRVLENTLKNNCSSTAVITQAELLLDAVEAHFSIEETEFLPLASKLFSIDEQRTLVYES
LKTMPLVFLRRVLPWIVNCVTAKEAKDMLVNIRLAAPQGDSILVALLTGWACENHSHVWDLLKNESLKVSGKRSCQLAAD
RPSKLFRSELSLLSKSLQLEPDLKGSKRSTGKQQLKPIDQIFQFHKAIRKDLEYLDVESARLLDCTDEFLGQFRGRFYFL
WGLYRAHSSAEDTIVFPALEAKEALLNVSHSYMIDHRQEEDLFNEISAILSTFSSLVTQSQEKTEGDEAHQHFLAAKLQR
MCKSMRICLGKHVDREESELWPLFDKHFSVQEQDKVMARIIGSTGAEVIQAMLPWVTAVLTEEERNSMMETWEQATRNTL
FQDWLSAWWTAPSTSRQRPTKETSVSTKDCLQSLVEYFSEGKDTGGDTRDDSETFKPGWPEIFRLNQEELEAAVRKLSTD
ASLDPRRKAYLMQNLMTCRWMVAQQKLRDQRLTDSEPAPSYADEENKVFGCKHYRRNCKLRAACCGSLFTCRLCHDEASD
HTMDRYQTSEMLCMQCLKVQPVGPNCTTPSCNRFCMARYYCPICKFFDDDSKRSIYHCPFCNICRVGSGLGQEFFHCLVC
NGCMSKTLEQSHICREKGTETDCPICCEQIFSSVPDVKSLPCGHYMHSSCFLAYSSNHYTCPICCKTLGDMGLYFGLLDA
LMEAEQLPEEYRGRKETIFCNDCERKGEAQFHWLYHKCGACGSFNTKTI                               
>Smol_XP_002989057                                                              
MEAVVADLHNQLGKKSSFESAATALASLFRDRYDGATAAEKRAMYAAACRAGSLLQSRYTGKGFWIAGQILFEEAGDAIT
DPQEQENMMNWLTKAREFLHEDEDNSQPQQQARAGPSSPFLFEGQLTVDPEPRPPLWLLAPTTYHYGPAQLDGEGEHDDE
ELEDYVQSLTALENFVIEQADTQKGPPPASKDEVAKLSIVRVTEEVLKGLGDGTECAVCREVLVVGDEMQEMPCKHYFHP
LCLKPWLEEHNSCPVCRYEMRTDDHEYESRKEREAEAEAERKGAANALPGLDFMYV                        



>Smol_XP_002988343                                                              
MRQNSMSGRWRSAEEAQADRRALATRLGLSEFSSLAGSRSNPDGAFDTDIPGLSLLPAPPSMDHLPFNSGSGRSSFATGT
RIGGGCVSHSRGGPRGASQVIHRSSGNLEMSASGPCGVTDGDIDIFHDCMNLEENATFSNMFDDLDLEGSEVGPGRDEAA
SSGAFAQPDAVAATMQMGAPSYNPATVTGNSSSRGSSCKRKSCNIPSASGFQDGLSMRHIQDGVGAGHQGVDLSQRPAFM
LPPPSGGASSSRSAALMEGPRPQKTRLSSDALDSTLGASLFTSSRMPDFAGLSGTSGNAGSISMHPSQVYPRAVRRTFPP
GPDSFRIRRNALLDYSPGPDGAPSHGHLTFSGGSNPRDPGAAMAFSGGSRAARLHGGSSSIGGQGLSRRIARVSSGRSMT
ASASPREQAESRIRSVSMACLENGTFTTGSNRGPAIRRGVANYLPTLGARHPPISDARQLHGYNGRAAFFTHGRTMSPPQ
VPSSLMEAPEMRPPPPFESSQTFRHPALAVGRRDLSALSEGFMAIPSQELEWDHHRPRLMAGGLAEILQALERVERDEDL
TREQLIMLEATTFLFGGIGLHDDHSDWRLDIDNMSYEELLALGDRIGTVSTGLSEDTIVQQLKRTKYAAALARSSEDSDV
KCCVCQEEFEEGVELGTINCGHNYHMDCIRQWLVRKNSCPICKATALPQISEPGSPKLQESSS                 
>Smol_XP_002987496                                                              
MDCSMASSAAAAADEAGRLEDIEAVTAQLWSVKVADFSEFVMERPEAACKEEKIEAACEIAAEGSSALKHGFSPSWLCAI
CLEKIRVEDTAQIKGCDHAYCANCILRWASYKESPWCPQCKLPFSSLFVCKTLDGRMSDFMVEESVCLLLRSTWFKPLPP
AAAQEPEDVEDYQDEDELYEEEYYYTSNVRLGNRRWGDSGYVRGGRKEARPVSVRQVTAGEGSASGGGKGKDVVKESVSV
GRRAKRAQKRVEAELKLKQKDCSDSTLV                                                    
>Smol_XP_002987394                                                              
MAGTLPLPHFPNSPALGGASTRLCCQRRDSVSRSSIDTPANARLLTGCRDSFNQQPNFYLVREARSDEDFWTASWLRSEC
YFEDQGSDRFVQSYKKKFSEQEFITLKRRCAGRYGNCLRCTCLLAVLNDGSSLLNRVIGTTDLSLRQALPTAQPRDDSRT
LGIQTQPYGYIANVCVSRSHRRRGVASSLLESAVQVAKFWGLKRVYVHVDSGNKAARLVYHRQGFQSSNVTSSPSIRDHL
AAAMPPRSRRNEIGRGCKFLAWRSSRFRQIRSEEFPAAPKNSGWLFANAERFFSSQERATKQFFFSSKVRTYAEWVVDGD
YDWPPQCSLCQQSLLGAEGDVIRLGCLHLLHGACLETLLTSGDLHGSSPHACPSCSSVVWPPKNFRDLGTGLPLVLKQAI
SQTSGDGTESFPKETRDLSPETSSSETVLLSEAPNLSSSVVDMRTSQEFEHPPSSVRDENEWKSNAQTSGEAPASSLGLF
SSSNNTAFDHCRGLSSSFQGQYQQDSPVCRNHVLYSNSGHVIPKNPAMKG                              
>Smol_XP_002985855                                                              
MKLPVCSVCQFTYNEEERVPLMLQCGHCFCKECLAQMFARCTDHTLLCPRCRQPTKVGNSVETLHKNFGMLSLIRRAPSE
CRADEDSDEEEDEQDDVDEWLGGGGGIYGSSRLAASPRWSSASCSGIPVDLGSHIMRLVKPLGTGPRAGQDVWSGTLSGP
GGCRHKVAVKRIDAAAGMELEWVQAKIENLRRAAMWCHNVCAVYGACKKDGKLCIVMDRYQNSVQSMMQQNEGRLTLEQI
LRYDCCL                                                                         
>Smol_XP_002985816                                                              
MVFLLPIIASSSMPPLLPSVDPSSDEDSEVPCGFEPKVAIVVGILAALLCVTFFLVLYGRHCKRVLSSRAAAVASSPATG
NGNFSSTRHHHVQGGALRLPLDSHGTLSQWLVDALPKLQPSLKLQGVGVLGVDECPVCLSKYEGGDLLRLLPRCKHVFHV
VCVDKWLASRPSCPVCRTFVSCQDIVDLENYYLHHEEQPECHHQERASPPPQELGPQIPSPAALVIEVALKAGNDELDDL
SSSSSSSCFRPVKPGSQISSNLSTGGSHSGHSELAAMRRSASLDSSFRYSSFFSPKLKPSSSFAHRSI            
>Smol_XP_002985815                                                              
GSECVVCLGEFEEDDELRILPKCLHAFHLSCIDVWLRSHSNCPLCRAPVM                              
>Smol_XP_002985640                                                              
LCIAQQCGLVTKPRGELTEEEWRIAREQSMARRDALHGCPICHEIFIRGDQLLLSCSHVFHKQCLKRFEKFSRQRCCPVC
RTEHYQTMAVRIPSTLYKNFFATR                                                        
>Smol_XP_002982100                                                              
NPSMSRVGLGYGIAIAVGILVLVSTIMLASYVCVRQSSSSSARDRSDGEWTISGLDQVTLESYPRIVFSAQQPLPHPQDT
ACAICLADYREAEMLRVLPDCRHVFHVQCIDSWMRLQATCPMCRTSPLPTPQATPISTPLSELIPLA             
>Smol_XP_002979689                                                              
MESSNPAPSLSSSSHAQLPARISSLLPASFSRISSLLEVSGLLRGAPQELGPMNRDRDESGGAEVSIRIIADSGSPRESG
SGRPRAADSIVQDEQSGSDRELETEESTTIATAAGDREAVRYDFQHLAKWVEQILPFSILLLVVFIRQHLQGFLVTLWIS
AIMIKANSLLRKQTSLRGERKTYILVVLAAFLIQHVEGIYWWYRADALWRPLVLLPPKDIPNFADAFFNIVLNDTMVRLS
AMAFKCGVLIYYKKGRGRNYRWQGQILTLTEYVVLLYRTVIPGPVWYRFFLNKEYGSLFSSLTTGLYLTFKVTSVLEKVQ
KFATAVRSILRREVQYGTYATHEEVLAVGDLCAICQEKMHAPISLLCKHVFCEDCVSEWFERERTCPLCRSVVKSSELRS
FGDGSTSLFVQLF                                                                   
>Smol_XP_002979508                                                              
MARAQRNMCPPCEASGDCGGGASGGAGLKRNLERRGAAPEELVPAGSLPSRFARMDRKVAIMGVRPTARYRRSSAGAGAS
GSAQSPIVLGGGAGHAAGPEIIDLEAEVGSPGIGGASHSFLDGEGSSQPLPKRQRSLRADGSPAAVTPAAGRLGRGRAHG
AATWGRGPRQHQAPGGRGVVRPIDVDSVVEVEARALQVSEDERLARELQEEFSTAGRDANLARSLQEQEQRQQLRHAMGH
GNAERLYYRRLESVHARIQQALENRQRSGLPGRFRGLEERLNEFGAMLRRSIPLAMQLAYVDRDFNENDYETLLALDEGV
KQRGASQARIDALPVSEAVFLTDKDRQETDKSEPCSICLEVPVGGEEIRRLPCLHGFHKECIDTWLQRRANCPVSSFAQV
PVVQIAEVAAFASVCTRIQVEKKLENFYFLGFGSSAGWKWFPLKSSLREYKLEKEQ                        
>Smol_XP_002977557                                                              
MEGNAGGGAGVILPARRCSTAETITIEDSDQDGEDYGCGDGLHSVPGMDSLIVTISGYTGFISLELFHYFATSGKEVGPV
TYREVRRAGGYTAREDVTGPQEPQASCLDQDARSPTPHHQSTTPPRPRERARREPSTTSGKENKRCRPRNHGEKSILTGL
DAFLLEDEIAESSKRSAPPSRDRKTKRKHEINNLEGFRDLSRESASRRKVLQPVTKNSDATERKVEVQLDTYFPPKTSPK
LQPFQPPLRIDDASNPRDLGASSAGTAPRSESPSPSTRRLSTSSSSSEDVACVICHDENQTNVEGVLACGHQFCFDCIKK
WSQHSGSANTPKCPLCKAPFDFITKREPFISLADDDENKRYFETIVAIEKKIQRTRANAFPVARSCVICSGQDAEELLLV
CNVCRSRAVHTFCLDPPRVDALYPWECRVCLEQGRRFRL                                         



>Smol_XP_002975541                                                              
MRFTVEPGIAANGVVVPSKGLDKEVLESLPIFFYTKKDGEVVKEGEREEEEEEEILECAVCLSEFEENEAGRRLPKCGHV
FHTECIDMWFSSHSTCPLCRTSV                                                         
>Smol_XP_002975441                                                              
MSDQNPCTTPSCAPQLKFYQAFTFATPIIFTLVLLLLFCVLYVRRRQTARAVSQLRAQFFARGIFSAWPVDHGLTKSFRA
TLPTIVFDESFAASREDNQCAVCLSDYQPGEKLQQLPVCDHIFHVECIDEWLANNSTCPICRGSLHHGKLVPMESLGGQV
DPHGQDRGHTAVTITGCESSNRNGSTSSSSSGTSGSGNGSQVTEVTTTAGVDHLPDKAAAKQDNLPGKATETQAQEQQEE
LTKSSPPTPGGWKNIVCTMRGPTVSQSYFCSTLIKFV                                           
>Smol_XP_002975153                                                              
MEENAGGGAGVILPARRCSTAETITIEDSDQDREDYGCGDGRHSVPGMDSLIVTISGYTGTQRSRVVALINRTGALFLGD
LSTSHTHLVCWSFTGKKYHLSKELGIKIVNHQWFEDCLRAGRRLPEEPYTHKSGKEVGPVTYREVRRAGGYTAREDVTGP
QEPQASCLDQDARSPTPHHQSTTPPRPRERARREPSTRSGKENKRCRPRNHGEKSILTGLDAFLLEDEIAESSKRSAPPS
RDRETKRKHENKYLEGFRDLSRESTSRRKVLQPVTKNSHTTKRKVEVQLDAYFPPKTSPKLQPFQPPLHIDDASNPRDLG
ASSAGTAPRSESPSTRRLSTSSSSSEDVACVICHDENQTNVEGVLACGHQFCFDCIKKWSQHSGSANTPKCPLCKAPFDF
ITKREPFISLADDDENKRYFETIVAIEKKIQRTRANAFPVARSCVVCSGQDAEELLLVCNVCRSRAVHTFCLDPPRVDAL
YPWECRVCLEQGRRYRL                                                               
>Smol_XP_002974865                                                              
MLQDMGASLVCLLLAMALLPFAKGYILIQIGVAALGSMLIAYVLLSLAALAGVLNCRGEEEIELDLEHSFFIGEEEHRIT
GVLPARHGTERPFLEMLDCSIQLSIAAGSRRIIGDERCAICLGELQEEGDPAHRMVGERMFLKCSHSFHSPCIQKWLSLS
TSCPICRARV                                                                      
>Smol_XP_002972846                                                              
MSSIVCPVCYEDAKPGSEDLQAIAGCGHVFHELCLQQWLEYCHRKPCCPVCKESCPAKQIHRLYFLSSDQQSVSHSQNSS
ATIDAVLGKLESQLSVANAALQAIKQENKHLDDELANLKIKLEKSECVRRKAMSDLGNCRESSSRLQEEVNRSLEDRTKL
IEKNTSLAKELASMKMVADISLDEDEILRLANVGQAKNKDNIIDTLTRSLVIRNKSYRDLVNKCSSLGMNETVAIQKANK
ASEQLRILKARVQELEKALEVKENKELRDLKRKIEQSNTNFVAEKQMASTTAEHENKVRHETATEDGCFVPKPTNLCSDK
ALQISIRRDAPICSPILPGDLAKNQEHVCAQDSSTRKRVYAATSGTSSPRGLTPSSSDKGSFILRGADGRGGRVTILKPP
GIKASAHKQSKRARNHGSNEGLHIEHFFGRAE                                                
>Smol_XP_002972703                                                              
MNPVERSNSNTATTSSSGNFVWLPSLQVWSFRPAETSISSQHGGAIMPGLARACSQQHQQHEITFELRQPSRLPMHREDE
EKGAEAEHVCPICLGAIEESKNASLWWCMHSFCVGCIEEWSKVRRSCPLCKAEFTGWYHTIKGQKRVERILPPLDYRPSL
DYRLSTAEDYRLSLSDFRISTSDYRLSTDGRPSSVLPERRTSTSRNQARLEREVVRSTMTFRSRLRLQQLMQSRVSRSYR
RSIPLPRQRCFISPAERERLTAEVLTERALSWRTSIYRKGLRAVPLNVKKRMELRPYDLDAKTRAERRLRPWITRELKAI
LGDADHSVLEHLVLSHWFSYRIDAIEGSDDSPEGPRKSSSQSSSEAVSQLERFLGSNASTFWHELRCYAECPYTMETYDS
IVVYVKGERQLL                                                                    
>Smol_XP_002972110                                                              
MDDEDFQLEDDEEEEEGVEDLATPENRKSENVAALLRGDLVVKRQALIPKVLTVTDGAAVIRRPFKSPCPGGQSNSDELL
RRLSARKRFVPWKRQPLLPLSPNVETLPIQEDPSEGSVELPDDFEPLVLWQPDGNEDGATIVVDPIVAKFLRPHQREGVQ
FMFECVTGLREFSKAGDAAWSGCILADDMGLGKTLQSITLLWTLLRQGFQGSPIAKRIIIVTPTSLILIISYETFRLHAG
KFQKEGACDLLICDEAHRLKNDHTLTNQALASLQCHRRVLLSGTPMQNDLEEFYAMVNFTNPGILGEVAAFRRYYQNPIL
RGREPEATEDARKLGLERSAELSEKVNQFILRRTNALLSNHLPPKIVEVVCCKLTNLQRELYTHFIHSKNVRLALQDKAK
RARVLASITALKKLCSHPKLIYDTVRAGGSEAAGFENCMQFFPKEMQTGRGTPSDGSWVKLSGKMFVLARLLENLRKKTN
DRIVLVSNYTQTLDLFAQLCRERNYPYVRLDGSTSIGKRQKLVQKFNDPSQNEFAFLLSSKAGGCGLNLIGGNRLVLFDP
DWNPANDKQAAARVWRDGQKKRVYIYRFLATGTIEEKVYQRQMSKEGLQKVISGDSKAEVNALSTEDLRDLFTLRDISSD
THDTLDCERCDVENVPNELANQLGDIGAFAKTAGCLERQRHWEKQIGEPAEEDLIRWAHHSHPSTVPDVILQWAAGEEVS
FVFTCQIDGKVVPIDSILPSAAAEEERDSTRTARTTLPTFAQKRKLDKSVLQAACLRSPKRVCIDLEDRDDVKAIQPDAT
VWFGLRGQIPQCVALCNDDRLMLLFNSGVSSTLSQLALLMTWSPNSLLDAGLTSLAKGKNARPEIFVATLLVPGNRSAHG
GDCLLHPLRIHAAVAAHLLLRVQVQEEGQELVGAGGGGFQSRLGLSKDLVKRLPVVSYEQLVKIKSGEENVECCAVCLIE
FGKGDSEIRHLPRCGHCFHTDCIDMWFFSHSSCPICRDSLQKEPLLEVVST                             
>Smol_XP_002972006                                                              
TECMICLSDFRNGQMVRILPHCSHGFHRKCIEQWLHSHTSCPICRNALLVPGSPEKTTAALP                  
>Smol_XP_002971896                                                              
MLASQRTKNPELGCCSICLAEFGKQDDFIRMMPSCGHCFHSECIALWLVAHSSCPVCRRSLIGLETQCCKNCGRITASNP
QAPPPPPSPLPPPPPPTTRDLSFSEAVACYSVQLQTATMPIPTPEPSRTIQLEEVVIEVPPDDFRRDHHH          
>Smol_XP_002971895                                                              
MESTQSAQDPANGHHHRSQHSTRAALNQIGAKGGIAIVVGSLFAAVVSMCVVAFCVWMWGNRGGSGSIDQEQQQLGDHHQ
PRAIASQGLSSKAIDRIPKVSLATLFQIRGSSDVCCPVCLTEFQASDHSDTIWLIPGCNHSFHSECIQKWLAAHTSCPER
MFCMVDLVAMFLLESQSPGALPSVASHRNFRVAVIGVLLIAILVVCIALVWALVLLSCKKIETHAKNLLFRHKACVLIRN
LGAGLSHEKRDRRNKEAPAIPQCLELQPPLLFASAESLPLEESTDRSGHWIRASRPEIWKSVGSFEATRGCWPPLDSVQS
SRTPHSLVELETRTHTTRPPPLLGLSFVAQIGASTHELGGDSRRERFYMELGFRSHSTLEKNTFLSTTGIVF        
>Smol_XP_002971781                                                              
MSSQSACGISCNAGTSSQLKLYQTFIFATPILFTLVLLLLFCLLYYKRRRNARAVSQIRAQFFARGLFAAVKISISSFSF
VFRIENVIHLTQPLDHGLNKSFRDNIPTIVFDAKFAETRGGDTQCAVCLGEYQIGEKLQQLPTCRHTFHVECIDEWLAGN



STCPICRTSLLQSGRIVPVAFADDDDADDPTQSASPPAESQQSQQSQQSQQPSIEEDPCGGGDGSIKDEETNRDRRHKRG
SSRSSRSSSIGEAIEQQHVIQIER                                                        
>Smol_XP_002971573                                                              
MMLRKLLEQDKTEAASAIADDKISQNKQEQDDEILALEAIYEGSFKHLSKESDGDLRCFMIEVTLEAFESIEISMERPLP
SSGATNRHSFTLQYLPPIHLAFLLPSTYPSHSRPPFVLHAQWLSADRLIRLSDKLLEIWEDQKGEVVVYPWTEFLHSQAL
SAIGAFEKLELVQQPLKLHDPRVISGCNSLDEDALSLLRYNEEMQLSTFLSSIHLCTICFEESTGREFIKLPCQHAYCRK
CMQQYMSVHVTDGSINSLKCPDCKGGIPPSALKELLSEEDFERWEKLCLQKTLDAMSDIVYCPRCGAACIEEGDHDAQCS
RCFFSFCSLCRAARHDRGSLSEDQRKREENLVNELKNLDFVKKDAKPCPTCGMAISKSAGCNKMTCSNCGQYFCFKCGKR
IDGYLHFSNSCTLFDDDDRGENAQLWQLVQQQEQRQQQRQEAIRFGKPCPSCGQPNVKVGNNNHIFCMSCQNHYCGQCHK
LVRKSSEHFGPNKCKQHSVEPR                                                          
>Smol_XP_002970557                                                              
MADPQPEASSSSNVASSSSHSGEGNADNPGYWCYQCRKEVTVEAQEDGPSAMICSECRNGFVEPLGSPPPRTGEEAPGRS
LNISSSNNNGSSGDTHGYPGNTLRRRRRRGNAPTVPRAPQAQAVSLTDAFGQLYPQQLVHVLQLLGQAARANNENNSGRS
DDSRNEQHGEAQQESADATAQERENSSSLQRSEAHDGGDGDHDESESEVEAALLERWESEDEDDEDEWEEVGDEEGAAGQ
GGGDDNADDEGAHNEQEQRQPPEELPPRRNARVRREQGHNARRPTHLHHYLQELLQNLVGQNIEVRVEVPQYVGNPGDYV
DARGFELLLQQLAENDNSRRGAPPAAKSAVDTLPTILIEQAHLDDGSAVCAVCKDTVCVGEPAKQMPCLHLYHADCILPW
LDSRNSCPVCRFELPTDDPDYEDQKRMSSQRRGTPSRAVEHVESQQQTEEQYDVQQQSDASVPRPGSSSSTSAQDGASSS
GRMEAQEEIQPPLEAARASEEPLLDATMIDEGNTSGGAVQRRNGTPASRGRGWSLLSAAPMLSMVGIVLVICLGNHLIGG
SSRQGNGGSSSGSHVQRQQPDYSSQEPGFDRIAASSSDSFQARRHWWWLPFQPR                          
>Smol_XP_002970348                                                              
MNLFHFLFWQNSSHSLLLPLQEECQKQKLSGKALASAEDFCGICLVEVLRSAPSILLQCGHIVHLHCAKRQIQQGCPGPQ
ISFGYLKCPQCKLLMKHSKQHAGFKLLETLSLLPLQIKARAIKRLKLEGVYDKLKASCSSDDKLTSLALEQYQYYMCSKC
KNPYYGGKRNCGPNLDQGRQYDPSELVCGGCSAGADGKCKLGHGNQFVEFKCRFCCSIATFFCFGTIHFCDSCHGIWPQQ
HSSSYVLPQCKGPQHCPLGIAHAPNGKEHCLGCSMCRSQEQL                                      
>Smol_XP_002968394                                                              
MADPQPEASSSSNVASSSSHSGEGNADNPGYWCYQCRKEVTVEAREDGPSVMICSECRNGFVEPLGSPPPRTGEEAPGRS
LNISSSNNNGSSSDSHGYPGNTLRRRRRRGNTPTVARTPQAQAVSLTDAFGQLYPQQLVHVLQLLGQAARANNENNSGSS
DDSRNEQHGEAQQESADATNQERENSSSLQRSEAHDDGDGDHDESESEVEAALLERWESEDEDDEDDEDEWEEVGDEEGA
AGQGGGDDNADDEGAHNEQEQRQPPEELPPRRNARVRREQGHNARRPTHLHHYLQELLQNLVGQNIEVRVEVPQYVGNPG
DYVDARGFELLLQQLAENDNSRRGAPPAAKSAVDTLPTILIEQAHLDDGSAVCAVCKDTVCVGEPAKQMPCLHLYHADCI
LPWLDSRNSCPVCRFELPTDDPDYEDQKRMSSQRRSTPSRAVEHVESQQQTEEQYDAQQQSDASVSRPGSSSSTSAQDGA
SSSGRMEAQEEIQPPLEAARVSEEPLLDATMIDEGNTSGGAVQRRNGTPASRGRGWSLLSAAPMLSMVGIVLVICLGNHL
IGGSSRQGNGGSHVQRQQPDYSSQEPGFDRIAASSSDSFQARRRWWWLPFQPR                           
>Smol_XP_002968333                                                              
LQQLLMLEATVLFGGMAVHDRHSDWRMDVDNMTYEELLALEEKMGSVSIGVSEERIAHGLQKCRFSTLFAGCGQDGELKC
SICQEEFRNGEDLGEIDCGHKFHVNCIKQWLGRKNLCPICKVTAM                                   
>Smol_XP_002968113                                                              
MECRQRLKQACTRNLHCGHHCCGVRGERNCLPCLEEECQKQKLSGKALASADDFCGICLVEALRSAPSILLQCGHIVHLH
CAKRQIQQGCPGPQISFGYLKCPQCKLLMKHSKLDADMHKHLTTMGQIKARAIKRLKLEGVYDKLKASCSSDDKLTSLAL
EQYQYYMCSKCKNPYYGGKRNCGPNLAEDQGRQYDPSELVCGGCSAGADGKCKLGHGNQFVEFKCRFCCSIATFFCFGTI
HFCDSCHGIWPQQHSSSYVLPQCKGPQHCPLGIAHAPNGKEHCLGCSMCRSQEQL                         
>Smol_XP_002967604                                                              
MIRANVVLRRQTALKGERKKLMTAAVGIVLVCHIVLVYSWYTSEAIWKPLLLLPPRKIPKFWEAIFTIVVNDVMVRQAGM
AVKCVLLLTCKSTRGRHFRKQGQLLTAVEYLLLLVRALIPGPVWYRFFLNKEYGNVFSSLTTGLYLTFKLTSVFSKVREF
IGAVGLVTRCEVQYGSAASSDEVLAAGDMCAICQEKMHSPISLRCKHIFCEDCVSEWFERERTCPLCRAVVKSANFRSFA
DGRTSLLPQIF                                                                     
>Smol_XP_002967126                                                              
MDSVVLPLELYSVRERGREECPICLGEFGDGQEVTVLPKCKHFYHRDCLSSWLFRQPTCPLCRCSLRHEPTELKRL    
>Smol_XP_002967125                                                              
MDSVVLPLELYSVRERGREECPICLGEFGDGQEVTVLPKCKHFYHRDCLSSWLFRQPTCPLCRCSVRHGPTELKRL    
>Smol_XP_002967123                                                              
MDSVVLPLELYSVRERGREECPICLGAFGDGQEVTVLPKCKHFYHRDCLSSWLFRQPTCPLCRCSVRHGPTELKRL    
>Smol_XP_002966966                                                              
FLSLFFLAIVLLRANATVVITTPTNQSMPFSDMEAGFAPRVPQAGILGLLYRGNPLDACDPLKTGPALDQSPFSSFVLVK
RGACRFEKKVRNAQDAGFSAVIVYNDEDGRDLVIMSGDSYGIKIPAVFVSHAAGKVLWRYAGNPQTRCFIFPTLDYPAWS
VMAVAFISLLAVTAVLATFFFVRRHRLRRLGSRLLLPREPPGLTSSEVRSLPTLVYRRAGDGDDQADTCVICMEEYEDGQ
KLRVLPCRHAFHAACVDQWLVTRKPFCPVCKRDAHAKSEAPTASESTPLLT                             
>Smol_XP_002966894                                                              
MSFVFRGTRADIESGFHDFIPERRAVRFHGGGRPLNTNPVIIFITMFLLFMVLNSQPVSPNFLLWFGMAVFLITTSIRMY
AMCQQIQAHANAAAVAATANGLIGHTELRLRMPPIAFATRGRLHGLRLQLALLDREFDELDYDALRALDPDNPPGVPALS
EAEINSLPVHKYKPQKSQQGSSQQHQPQASSDPNKGSPSSSLGEKLEELTCSVCLEQVMEGEIVRTLPCLHQFHPHCIDQ
WLRQQATCPVCKFKMSTTN                                                             



>Smol_XP_002966814                                                              
MGARGVDFKWFDGFFLSMLATSVIVVSINWDRYHACMYPLHIWIVVDYATVFVFRILMFVDNGIASKMGPDASPQQRLLL
FQARVLVLSCLAFFMYPFLWAWTVIGSLWFTNARQCLPEEGQKWGFLIWLLFSYCGLISIACMSASKWLMRRQSHLQLVP
QGSAISELEVLAELIRVPDWTLRSSIPVQEQRTAHDTIAFPGLTLTPAQREAVESLIQQLPKFQLKRVPTECSSCSICLE
DFTVGTEVRGLPCAHNFHVDCIDEWLRLNVKCPQCRCSVFPEADLMVVLNQQA                           
>Smol_XP_002965961                                                              
MEYGCAHYRRRCLIRAPCCNGIFNCRHCHNEAMNANEADPSKRHDLPRHKVERVICSLCGLEQDVHQVCSGCGVSMGDYY
CSICRFFDDDVSKGQFHCDSCGICRVGGQEKFFHCDKCGCCYAVALQKGHSCVENSMHHNCPVCFDYLFDSISDITVLRC
GHTIHSECLREMTLHAQFSCPVCSKSVCDMSSAWERLDQEIAATPMPDAYRNKLVWILCNDCGGSSEVPFHIVAHKCLHC
YSYNTRQTRRSASSPPISSNSSPSSSSSPDSSSSSQSLY                                         
>Smol_XP_002961593                                                              
MEQHSSSAAPEHSVVNVEPEASNSGNAQHHQHLQQGQLSQRNGDAATAPPSSSSSSSRSTRNYSIPRQRISPLNSGLWIS
IELTITVSQIVASIIVLSLSRDEKPQAPLSVWVAGYAAGCLATLPLLYWRYTHRNGTTQAHDQHESPSQSTPSAESLPPS
PRGTSYVALNIPSASTEVVEPRARSRGRDVDSASDNSGLVEKFKIALDCFFAVWFVVGNVWIFGGHSSSREAPNLYRLCI
VFLTFSCIGYAMPFILCATICCCLPCIIALLGFREEQAQNRGASAEVIAALPTYKFKSRPSSESKDGSESDSEGSNEGGF
VAAGTDKERAVSADDAVCCICLARYRDGEPLRELSCTHHFHVDCVDKWLKINASCPLCKLDVGGANDQSGNAAGNEASEA
RAA                                                                             
>Smol_XP_002961210                                                              
MDSVILPLELYSVRERGREECAICLGHFGDGQEVNVLPKCKHFYHRDCISMWLSKKHTCPICRCSV              
>Smol_XP_002961117                                                              
MSFVFRGTRADIESGFHDFIPERRAVRFHGGGRPLNTNPVIIFITMFLLFMVLNSQPVSPNFLLWFGMAVFLITTSIRMY
AMCQQIQAHANAAAVAATANGLIGHTELRLRMPPIAFATRGRLHGLRLQLALLDREFDELDYDALRALDPDNPPGVPALS
EAEINSLPVHKYKPQKSQQGSSQQHQPQASSDPNKGSPSSSLDEKLEELTCSVCLEQVMEGEIVRTLPCLHQFHPHCIDQ
WLRQQATCPVCKFKMSTTN                                                             
>Smol_XP_002961047                                                              
FLSLFFLAIVLLRANATVVITTPTNQSMPFSDMEAGFAPRVPQAGILGLLYRGNPLDACDPLKTGPALDQSPFSSFVLVK
RGACRFETKVRNAQDAGFSAVIVYNDEDGRDLVIMSGDSYGIKIPAVFVSHAAGKVLWRYAGNPQTRCFIFPTLDYPAWS
VMAVAFISLLAVTAVLATFFFVRRHRLRRLGSRLLLPREPPGLTSSEVRSLPTFVYRRAGDGDDQADTCVICMEEYEDGQ
KLRVLPCRHAFHAACVDQWLVTRKPFCPVCKRDAHAKSEAPTASESTPLLT                             
>Php_XP_001785327                                                               
GEGLDRVLVDALPVVSFSVVKTLKSGKEDLECAVCLEKFNEDEALRLLPQCSHVFHTECIDLWFHSHSTCPLCRMSLKPT
>Php_XP_001785249                                                               
ESALSMLDDDDVCPTCLDGYTEENPRITTGCGHNFHLACIYEWMERSNRCPICDKVI                       
>Php_XP_001784862                                                               
MSEGAICVICYEDARPLCEDLQSISACGHVFHELCLQQWIEYCPAGRKPTCPLCKKSCTSRDVHRLYFQSAVNDSTQPPS
ENLQAPVADPNQVDNAPALRKLECQLAAAKTTLQNRNEQLKELDSQVVANLRRAESAEAANVVVKELLVHCKKSLARAQE
ELKCCLNERATLQEKNQSMAKDLAAHKLVADTDLGEEEILRLGNYRHGTNSEAFIETLTKSLILRNKSYKELMTRCNELG
MGESRALRKFEKTSEQLKKTKARVQELEKILEEKDHACLRDLSKSSLKTQGDDRSANRPLNNQTGSKRINAPRISLSDRP
ASDSAVSRVQDIDLQQDIVPDNLFKVSGSRQSQLSELSVRHLLSSNLEVVPRAELPDVQLPIIVRERGLMGIEHVQPTCP
QNGNTSGENFSSRKRSRSEEKAAGPDIRKDNEATSTGFSFWVIKSKRLLQEIKMLNESINQPNLISPRIEHKADTEVFVT
APENINLVNKTIMPTANNYIGFSKRASSERPSTSSSTFIVSGADGRGGRVTVFKPPSLSSIMKLRGSPYLSRKTSLLTVP
LPESCERSGQLAALMAGLVTWNTPFHICRREFSTWRIVIRCASASTRKANALCVALVGTTLAVVGAFTAVVFRDLPPALE
SPDDTGIVQSSNMHIYGILVGVPQ                                                        
>Php_XP_001784296                                                               
MREPSMLVRESAAEQLEVRQSDWAYSKPVVVLDLIWNLAFVLLSLAVLVLSRKEKNCTELRIWIVGYALQCVVHMLCVCC
EYLRRQQQQQQANANSSLSWAKRLESANTMFSFVWWIVGFYWITAGGQSLAVDAPHVYWLCVVFLAFDVFFVVFCVALAC
VIGIAVCCCLPCIIAILYAVADQEGASEEDINNLPSAKFRKIYSDGKGKGDTERPLAGVMTFVGASANLTERSLFEDDAE
CCICLSSYEDGVELRHLPCSHHFHSTCISKWLRINATCPLCKYNIVHGNRNRTESV                        
>Php_XP_001783924                                                               
MNTPRNVWLPGAGVWACLPPSSDVTDSVERDSSSPLKANGNSSQCCDWRVHGNHRRKRRRTSSSPASRSRKDTGLDLGYS
VSRGKENNLVCMNAEVEESGPVFRDESIISRIRNGDQGASTSSQEVMCPICLANIEESTEAVLQWCMHRFCTHCIEEWSR
VRRVCPLCKAEYRGWYYSVQSNNEFLERILPPVPESNTQLSQGDVPARQAFSRFHLWRDPRLIRQESGRRRRPLHLGRQG
VAPDGAASRSGSFPTQRSFGLPRQHQSAEAMRHFEEQAAAKVLRWRRSIYDKNLKARPFEVGKRLMSTKDAKERAERRLE
PWIRRELQAVVPNSDHDFLVRLILGIWFASNSEASHTSQKQGRLGGQYATSSRHAADSIEVEAFEANAIKELKRFLDDKA
ELFWHELRSFAESPFTMQAYDTVVVYTRHDDGRRANYRPDRRL                                     
>Php_XP_001783682                                                               
LFTEGSGGQLGPYSMLNISGTYKGTWSHRNGNFSSKFPVFQKSSGNIVFELTSSLTDIRGVHYVQGEVVLRDGVYISDGD
LQMKMEGVYVWPFRQLRMVLSSAVDSEMNRGEVFIRSSPYHLLGMFSSQVAQDTPRNYHRSKRKTCTCLIALSIHLDVAW
LRIVNQFSFAEGEHERQFCEMRGLVEGPSMHEDQGECFSPLVVNATSVNVELYYNKAVNYTLMVTFISFLQVLFLIRQME
HSNTQSGAAKVSLMMIGQQAIMDAYLCLLHLTAGILVESLFNTFATAAFFKFVVFSIFEMRYLLAIWKSRRPVSSGEGWE
TMRRELSVLYSRFYGFLLSGILIIYELHSMLRYILFLFYSFWIPQIVANVVRDSRKPLHPHYIVGITLTRLAIPLYAFAC
PNNFMRIEPNLGWCLGLTTFLGAQAAILLLQHFCGARCFIPRQLLPEKYSYFRRVIRANEHIERGEECTPIDCVICMAAV



DVSQRCNDCMVTPCDHFFHTGCLQRWMDIKMECPTCRRPLPPM                                     
>Php_XP_001783611                                                               
MADFEGEEKVLAQDVELKEDILKEEMPVEDGLSIGKMEHGCKHYRRRCRIRAPCCNEVFDCRHCHNEAKNFYEVDESRRH
DIPRHRVEKVICSLCNHEQDVKQVCENCGVCMGAYFCDKCKFFDDETKKEQYHCDKCGICRIGGRDNFFHCDRCGSCYKN
SLRNVHPCVENAMHQNCPICVEYLFDSVMDISVLPCGHTMHQFCLKQMNQHSQYSCPICSKSTTDMSRFWARLDLEIALT
PMPEEYRNKKVWILCNDCGTTCDVYYHVLGHKCAGCGSYNTRSASPPSSSRRVDRTLSLVGSLSDQMGNLTTVAEISAE 
>Php_XP_001783242                                                               
CAICLDRIKLAETSQIKGCEHSYCVTCILRWALYQNNTWCPQCRLPFTEMYVYRSLDGSLNDYLIEESVCLLLRASWFEG
MPVFAQPEEPEDYYEDEEFDDYYFKSNVRIGNRRWGDNGYVRAGRREARPVGVRHLAAAVAQADEAGSSSFRPGKGKEKA
SPKEATGRRAKRAQKREALDKQLATQRSVR                                                  
>Php_XP_001782712                                                               
MEQRELVQRSQSKQKSSMQLPDCPVCWDGFDDGPRMPRLLHCGHTICQVCLQQLLFESGLGQRCVRCPECRGVCVWRGLQ
ELPKNYILLRVISSSSTHKPTEVLPPRPISDYPELPLVSQHGRQLRWAPSFFCGSHWEAWALLCSCSSLGVVTTWLGSWL
SLVFVASAHPITEDRLPIGHTHRHHVLRIVTVHHRHRSRPLLTCTYRGTRCQFTQKTDVSFIRARFSILQALQALFSSCR
FTTVGLKPLCRVTPQKTKMGHNLL                                                        
>Php_XP_001781872                                                               
MQISCLRRKVEFGIGKNVVETFPTIKACELECTAAEDLQCPICLVEYEEWEVLRQLPFCGHVFHTLCVGAWFEKQTTCPV
CRMSMSELTGSFGDSIIADSTRNCRVRPPSSDVTVEVITSDTPSWILVNRCLPLPAPPVPATETTEGNHTCTCTTGILNE
NGLTQPKMATETPASRECVQLDVAQRRETGSTDFHLVNIPQERRNLCSKCKHFMKRVRTISSGDSLYSMNRPETLHEQGD
VQILLFRSSAQSWEGNGLSVSRDNEEVEGGRLNPQETFRLQETSGQNGMTGTHQFTVEADGPVSKDDSNVDSSRNFREEK
VSENALQTVLESAQGSFEFQPVITANGELTFRATTHLKVKIPRLGGWDTFGAMAIFKVIGLIKLSRIIKLQAESERTRRR
ILFAREDCWMTRRSSGEGGEGSESVTEPLRLTVIDLRLMEAYELSCSKREAAHPRVELIEELETCHKKVRIRLPTPGVRS
KTPGCSHSKYVNASAIPTIDIGESSSTRQCLIYSVNDSVGFPKEHDTLTDTVHRRRQGLIGSAETPVLFSQSLVLVKPPL
ESELHKECPHICILEAESNRSAEHCKQGKDTKNQRFILALVIENDRSACFLLAQ                          
>Php_XP_001781117                                                               
MKNEDSELLQVAVAEHLKLLQKKQTFEVAAKALTTIVQERYVRATPAEQHSIYGAVCRAATLLTTRFTSTAFWVAGLLLF
ESAAAVVKRPEEKKKISGFVKQANEFLAEQMETDEFVPPAMRAGPTYLFEGQFPVGGGAAPPPPQWLQSQNRLASLVRDQ
VNQMAAREQAISAEGRNDEEAEGGRERTMQQLTQQLLNVMETVNDRNAGENMALSDEFEIGSVPRGPPPASKEEVAKLPI
VEVTKEFLERVGADTECAVCREGMVVGDKLQEMPCKHNFHPACLKPWLDEHNSCPICRHEMPTDDHEYERQKERDREAEE
ERKGSENALRGGEFMYI                                                               
>Php_XP_001780631                                                               
SDEASEVCVICQGEYEHGDLQVNLPCHHGFHQACGAEWLLSYSKLCPVCKYDVTEVATTEASSSM               
>Php_XP_001780279                                                               
MDCDPVGVEECVAKEAEQRMKEDGENAGDGLHSSKRLRLSILRSQSRGLSRSPSDSAGPSHGASTSSTVNLPSISYSGVQ
AGNAVDVPESSIQAEPTSSSECFVNRSFGRSLENISFLEADNDSALSNVENSANVTDICHLHTVQQPTAAGCGLQDVPRE
FVDGIANQDEGYHERRLQVGTNPSMESIVVEPGAEVPVTSGEPVGSRHEHDDAHPSGEEQADDRVQGGDGSSNELQPETI
FSRSPETEAELEHRPFLQQVEALSPNGVSFGQSEIPLLEHTDAPETSPQVVDARDIEGPTVDAEAGNQVVEVLEISDDNG
EAESVDPALTASAFAEPRQTPEDYDAFAPEPRSSPRAPSVGAETSRGEHVNTQLDSEGTTCPICMEPWTSTGNHRICSLA
CGHLFGKSCIKRWLKLTGKKQGKCPHCNKRARIEDLRTLYVPRLAVMDEEGQEYMLEACSLRTENEQLKQQVADLRQEVR
RTQALLRALAPDQDDAFSMFGSSALRPQDLRGHHTPLSRRSVTAQHVSRPHHHRAHGSANYDHSSRQSGRPISERPQFEH
FPFVRSGEESSSRPIPQDQQNWRRFDATNSVRAGSHAGMIVDLEQRREENNASRPLRSFTSYNSAGSHGLEKGFVLQDQR
SLHGAKVFDMDAQSQLLLVSGKPPDSATSSALTKMSLVDLSEGDCVNLPFGTGAIRDIRIAPAGTRAPGRLALVASLGKK
LSIFSLESNNVVIAYTLPKPSWACAWDPCDPNRVYTGLQNGTLLTFDMRQTSSPLYTLEGLSSTPIHTLQYVPESRTITD
ESGTGGGRGLLSASSSSLLFWPGIDKPHVKRLAASRPPNDELKALDIILAAIYNSYSMPFAFRPVCLSQPGGSSICVSVA
YSAAADLMVASLRPKPATVGFNDGASSSTPSTYSQVDIPAQPTSCLLPEPSVSVLVPTHLSFVRTRRQPEQTLWEQQQGA
MVGHKSQAVLSRTAIVNAWTGRHPSQNDGGCLFASGDEGSNSVWLWDLGTPTAKQMLTSHPYSPVLDIRTTHVAGVDLLG
CISERTLQLYRRIPE                                                                 
>Php_XP_001779631                                                               
CKHYRRRCRIRAPCCNEIFDCRHCHNEAKNTNELDDSERHEIPRHRVEKVVCSLCDYEQDVKQVCERCGVCMGDYYCDKC
KFFDDKTEKKQYHCDACGICRIGGRENYFHCDRCGSCYSKSLQDGHPCVENAMHQNCPICIEYLFDSVMDIAVLPCGHTM
HQACLRQMNRHSQFCCPICSKSTQDMSMYWERLDEEVFLTPMPEEYRHKKVWILCNDCGTTSDVNYHVIGQKCPECGSYN
TRSTCAPSTGRLAEPMSPDGVSPESVGPSISTSVGSLPNEMGT                                     
>Php_XP_001779368                                                               
SLVLAFFLLGLISGRLRRWVWRFETEGGAVIRSSDTRTRTPKALHYGLDRQVVEALPLVQYRDLPADEQVEKYIDCSVCL
VAFDATDTLRLLPICSHAFHSNCIDEWFLSHITCPLCR                                          
>Php_XP_001779244                                                               
MRIWFIQQLLMLEATLLFGGMGLHDQHSDLRLDVDNMSYEELLALEERIGNVSTGVSSEAMAQKLKKTRYSSLDAVVARY
SQESDIKCSICQEEYEEGDELGKIECGHGYHSQCIQQWLVQKNQCPICKATALA                          
>Php_XP_001779035                                                               
RPGEGLDRALIDDLPLVSFTVVKTLKEGKEDFECAVCLEKFQEDESLRLLPKCSHVFHTECIDVWFLSHSTCPLCRMSLK
P                                                                               
>Php_XP_001779025                                                               



LEIICLCSSCPICWLKCRDTHTLRRLPCCNHVFHRRCVDPLLEKQTTCPVCGVTLMDSP                     
>Php_XP_001778650                                                               
MVKLGRYAALSAGGAVAVIIHAFRSREQFYPAMLYLATSKINLVLLLNMALVVMCMIWQAIKTLFLGSLREAEVERLNEQ
LWREVMEILFAMTIFREEFNVIFVAMITVLLFIKAFHWLSQTRVEYIETTPSVSRLSHFRIITFMAFLLSLDLLFLQFSV
SHLLRTRKASVSLFFAFEYVILATSTIATFLKYVLSVGDMVMEGQWDNKAVYIFYIELVRDLLHLSLYLFFFLVIFIHYG
LPLHLVRELYETFRNFKARVADFIRYRKITSNMNDRFPDATEEELGRSDATCIICREEMSAAKKLPCGHFFHVHCLRSWL
ERQQTCPTCRAPVFASESAPANAADAPVAHQQDPQ                                             
>Php_XP_001777565                                                               
MGTARGSDPEWQQLTELAQKSTRGGGRADVVQKAMPLLRSEKLLLLAIAVVTLKLPGRLLRPDVAEGKEGRNRGGSDLFR
RRKRKRKWRSGAGGDGVGVVSEGIMVTGLAEGRSFHPGGSDQMTSLGNTYWCHQCNRTVRPTSRDELICPSCNDGFLEEI
EHGGGGGRSHFMGFGGDQAFGFGGRDVDSGERAEGIGGPMGGFRRYHQTDPRGTRFPVRVEHPAVLQVLEAMSAVLQQIQ
PPQGGQDSSDVDTSGYGTHSRGRSGVMEDVPGGFSPLVRLQGQMHNFLGGGGNVDVFFDNGTGNPRRLPGNFGDYFLGPG
LDQLIQQLAENDPSRHGAPPASKSAVEAMPTIQISQEHLGTDAMQCAVCKDEFELGALVRQMPCKHMYHADCILPWLAQH
NSCPVCRYEMPTDDHSYNQSHSNSIPAASTAASTNPEGNGGGGSGGFTFWGAPAAFRFPTVESSSGGSRDAAPTNGSSSV
TQASSAPAATAAPAPAPASGGGIGRRFSFYLPWLRSSPHSSAPAPAPGSSGAGDDGAGNQGSGSRRSGGDGHPEPHPELD
>Php_XP_001776951                                                               
MEVTVGGAHRLLDSQISFVSKAVTMAPISSANHVNASGTGYMEPVTLVKFNPAFAALLIAMIASIFLVGFLMGLLKRCIP
PSEADDDNSLTRRRFPDRSARQASKSQRGLDPEIVQALPLIHYKDLPTDQKVKKCDDCLICLAPFDSGDLLRLLPECSHA
FHSDCIGAWFQSHSTCPLCRACLAHPAEEESRQDQDGDHSVNDEQEGTRESGDIDIVELENRRSSERDASGVNTTISEVE
RVTGARAGSMPAGEEEGHHRAPLLSNLVGSFTPAVRLVVVPEKFASLASIRRSSSTGTDLLQVPKPSYIVDSEGTQHNRK
LFQSYSTDSLPKHQLDLNGSPSTSTSLEDLWSTADLEAGASSATHLITNGEISTKPSGNWSTRWKFRNLRYV        
>Php_XP_001775043                                                               
MAGRLVTPPAPRAPASGSARGSRWIRPAEPWRVLDAVSQGRQPEAYRKGPMCGFGPCWVLHWQYFVIARLDLDIDGEFGC
IRMQGRGVWDRLSFVAAGAGSEAAAVAEDEEEAEAVEAVAGMEGLELLRSVHRFCDDDDDADEQEEDAVLGHFGELAVVI
MAVCVCIGGRRWKIVLVSAETSSRKVWTPLSKLLIRGQGWEILKVILWFEENGVLIPSSCANTPLLFAEECADVITWNLL
CYSVLVPGIFSDRSRIAILGLVRPSRESFLELFHIPGASPEIFVNTLHYCGQEDMNAVRGASGRWHCQWALRAGGEAYIL
QCQSSCECFRLLPSMSLTYGDFGGPSPAPLPYYQPPSNGSRPFPNSPEPRGSPGATPFRPSIAVIIGVLTTMFSLTFLLL
LYAKHCKRVAEAEGEGAAPEEAPAAAPAAFHVDAGLDRAIVEALPMFTFASLQGVKEGLECAVCLSRFEDADILRLLPKC
KHAFHLDCVDTWLVSHSTCPLCRHCITSDDLSLVDDMVIARNSQEAVSQELAVVASLPRSCSLPRRSSADRRERTSQACY
YHCIIFPLLSIGVLIYVTFCQHTLEYGTLCFLLCSFSFPLQIVVQRDSTSGTISTKRQVCRTDGMLLGDPPLEHTLDSHR
MPSGRRLGHRIIISDVVMQQRWSDFACADILLLNTHTLFGPNERLSVSRMSNSSRNDLHPPFKRGEVEFFNRRSSSSSRA
DATSSTCQEFTIVDGKARLSTSFSRKDRGSASWKHGASTRLGDELSTSSDISVEMPPEPSRRSTSRLSGIIDRPPLPPGV
NGAGKNLPFLKRGFSLGRTIIDPEGRLLPRVDLRTMSEITVLERVAQSRKKDLTLVGEAPDGAPTREEEKARKWLSIARK
TLNRFVGREKRAFMVQRINREFDLSSKT                                                    
>Php_XP_001775042                                                               
AQVNFNPTTAVLIIVLIGGCFMAAIIATFVRRYCAGSGYPPASSTAQSTNVSSKPRGLRKEVVDALPLIHCKDLDEKDDR
ECPVCLTEFEPEDNLRLLPACKHIFHQECIDAWFDSHSTCPLCRASL                                 
>Php_XP_001775010                                                               
MAVLLFALVVAAFINTIVRCLVRRRRQQPVDDHNDTEKGLQKSAIEALPLFDSLGGKECVVCLSEFASGEKVRLLPICKH
GFHPFCIEKWLLTRTTCPVCRCSVLPAESYSKERH                                             
>Php_XP_001773738                                                               
MRQLQQLSPSKPHINPSVLVIVIILSVVFFCSGVLHILARCLGRRRTRAPAGELHSPGNSIRGQLQHLFSMHDSGVEQVF
IDTLPVFLYGSIRGLKDSADCAVCLNEFANEDKLRLLPKCKHAFHMECIDTWLLSNSTCPLCRRSLL             
>Php_XP_001773693                                                               
LPVFSYGSIRGLKDSADCAVCLTEFGDDDRLRLLPKCKHAFHLECIDTWLLSNSTCPLCRRSL                 
>Php_XP_001773380                                                               
VQQLLMLEATLLFGGMGLHDQHSDLRLDVDNMSYEELLALEERIGNVSTGVSPDVLAQKLKKTRYSSLDAVVARYSQECD
IKCSICQEEYEEGDELGKIECGHGYHAQCIQQWLVQKNQCPICKAAAFS                               
>Php_XP_001773353                                                               
GAPPASKSAVEAMPTIQISQEHLGTDAAQCAVCKDEFELGASVRQMPCRHMYHADCILPWLAQHNSCPVCRYEM      
>Php_XP_001773181                                                               
MSSAAEFVEGGAQDPCDEACSICLESFGEDDPATATSCSHDYHLQCIIEWSQRSKECPMCWQPLSLKDPESQDLLNAIGQ
ERALRRRKLQAAQIFHQSAVEDYEFDRVSLLHSIIKS                                           
>Php_XP_001773027                                                               
SMSSAVDFVEGGTQDPCEDACSICLETFCEDDPATVTSCKHDYHLQCILEWSQRSTECPMCLQPLSLKDPDSQELLKAVG
QERTLRRNKMQASHIY                                                                
>Php_XP_001772740                                                               
VLCKFFMHGACLKGVDCQFSHNWSDQSSQVCTFYQRGLCSYGARCRYEHVKVHLPAAISLTSTVDSSSRATVIAKPSLAH
LKDAWQQNSTESLANALSNDPSDRPICAFAAAGNCPLGESCRNIHGDLCTTCGKHCLHPYRPLDRENHKIQCERNKKNLE
ALLKSQDIECSICLERVLSKPTVAERKFGLMSGCDHPFCVGCIRGWRSGSHAPGMDIDTVVRACPVCRVPTHYVVPSVVW
YFSPEEKEEIINGYKNKLGEVDCRHFDYGNGTCPFGTSCFYKHAFKDGTLEEVKLRHLGAADGNTVIVKNVRLATSRSPE
FCCF                                                                            



>Php_XP_001772470                                                               
CAHYKRGCKIRAPCCNEVFDCRHCHNDAKSVNEKDDTQRHEIDRRLVEKVICSLCDHEQDVQQVCENCGVCMGEYFCSKC
KFFDDDTSKRQFHCDKCGICRIGGRDNFFHCDRCGCCYSVELRERHTCVEKSMHQDCAICMEYLFDSLMDITVLPCGHTL
HLECLQEMYKHYQYNCPLCNKSVCDMSSVWKEIDLEIASIQMPENQSRMVWILCNDCGAKNEVRYHVVGQKCGTCPSYNT
RLTESPASRTPS                                                                    
>Php_XP_001772253                                                               
MAILLLLLGALVAPGFVVSLTPASAGVGAAGVGAASEGAASEGAASEGAAAAAFLMFQILFFMCLSSFTGRDVLHQDPPL
WGADWTPGPDLPSSVRLLDLAPQLWVPPCDVVSVSSNSTSRPMDSQLRQFVSRPLEEDCDVEIPSRTVFAGFLVLLHAAA
GYRPHGQAGIWLVVVLLISSLWLECNAKKPLKLLLGTDQVLKNVTLPVQNVCLKSIVRQKQIDYYNIDVSGCFEDPDFDF
DYLEVAARIYQTCDDSQEWSVLVNTEGELVPIEDARASKDGTFVDFIDAQSKEYSGHLSIPLRQNASQPWIAGFYSSCGP
LLYHLKAWCSVGKDCNLTCSAPERGPCVSFGNCRCTQGSEGYCDLVVEDLPGKKDVITRNGFFHLSDTVKSGTWMYFRFQ
LLDVGSRNLNAQAFEHNLDLGGGGAWTAPSQVDMRKATNLPKQFSPGASWLQVLRLFNSSMRDSGNGSGNVYYVNISIYV
LLIRHQNYRTQTTSNASRSLVELDRAYGDVILFVKPQDNESDDPLMESLPIERDALNYADLPSYQNRLSHHYLFVNGSGK
FYIGVYNSDTCVEEDSIFNLTVTISTPNDPVNLCPLNCSYPQGHCVKDNVCSCEVGYGGTYCASLLWQAAALQAYSGQLL
PGEWAYINMTINQVSDDRNVSVYFSSTGHSILLAQQSRYPTLKDFYFKFTNSTLDATPSGTYEVSGDSLRGGLILAVFNI
DYKHRGVSEFEIVLLGTRKGLGIWIIILAALGSSIILLTIIAAVRHFLQMRGQIVAELGRMDFEATAQDTETSEKRVQDR
VLISTLPLIAYQQGMLPKEDSGCSICLSSYSIEEIVCRLPGCNHIFHIRCLENWFQTDDSCPLCRVPVSNSSPESEIRP 
>Php_XP_001771508                                                               
KSREGMSKDAIDAIKRETYGSKKASHSDLDQEDCSVCLDKFITGQKLLALPCNHKFHPNCLTPWLEGHEQCPYCRARI  
>Php_XP_001771439                                                               
RRIPTTTASGSGDPHINGSVIVILAILSLVFILSGLLHLLARCMARQRHPPARYHSPLVSALHGQLQHLFHLHDAGVEQA
FIDTLPVFTFGSIRGLKDSTDCAVCLTEFGDDDRLRLLPKCKHAFHLDCIDTWLLSNSTCPVCRRSLL            
>Php_XP_001771071                                                               
MEVSVIVGLDKSAVEALPTFRYQTDRSRVESAEIGVIDCVICLRDFENGEMGRTLPKCGHSFHLNCIDIWLYSSSTCPLC
RA                                                                              
>Php_XP_001771010                                                               
KPRGLNKAEVDSLPLVHCKDLDVRDNQECPICLICFEPENTLRVLPTCKHIFHQACIDLWFELHSTCPSCR         
>Php_XP_001770862                                                               
DQEDCPVCLEKFLAGQGLLALPCNHRFHPNCLIPWLEGHEQCPYCRARITEGSSTP                        
>Php_XP_001770745                                                               
RCHICLVEYEDGDEIRVLPCQHEYHKDCVDKWLKEVHRVCPLCRGDVCDLKSVETSVETTVSENI               
>Php_XP_001770328                                                               
MYMLGMLGGSLVDVCPMLVFSSLTCRFFLRDKLSLGLIQLSSCRPAYYFHFLQRIWIVCVWRGCERVRDVGGFSTWYLEL
KMSCLDSRPGARPDLEGGLAGFMPERRSVAGHRFHATGRPVNTNPMAFLITVFSRHADSYSVSCYAVALLFMILNSQQMS
QNLMLWIGMGVFLLASSLRMYSICHQLQSQAQAAAAAATTGGLLSHTELRLRMIPTLSFAPRGRLHGLRLQLALLDREFD
DLDYDALRALDGDNPPGVAGMSDTDISRLPVRMYKGSVQKPAADQSQPSSKGEDPPCEEVVVDIVDASLESVDEGKQNVV
EEELTCSVCLEQVVDGEIIRTLPCVHQFHAACIDQWLKQQATCPVCKFRIREPETPTATALVMRS               
>Php_XP_001769627                                                               
MSNDNEKPQQVEGLGSDAENNVVSDDSPAPEPSTAGRVPFTSLSQVDSDMALARALQEQERAYFLLQMGHGGGDFNDSGR
FFYEGNHFDIPGDDEEYRDEEEDEEEQEEEEDDEEVEEGADDPEEPGIEGRAAGDEQLDGANFDSDEAYARALQDKEDRD
TTAHLMALAGIHDPDGGLETDSNDSHVSNFDDMWEDVDPDNMSYEELIALGEAVGTESKGLNAQSVASLQQFTYVPDSKD
ISTDQEQCVVCRLEYEKGDKMLRLPCKHHYHSECIQQWLQHNKVCPVCSAEVTIESSSSDVKHSTN              
>Php_XP_001769623                                                               
MASRTRDSVGRGWYENCWRDFGTGGFLVTRSTSGIVVILEDERRLLDALFLRGGGSHEMSETDITKRFFHSTGLNRVVEY
LTATMLINIAIAIGVGSVLLLALCCFFYWGVKKLWYRTRITGQISGTAEEIPAENSTGLRKDVVLSFPIVKGRDLNFSNS
LKSQCFRCWLKFEDEDVLRQLPHCEHVFHRHCIDPVLARQITCPVCGVFLVDKLKTREKSHDRRPNDQEIALRSIYSDGP
SSPSNPVKAPSWVHVNRPVPLPNTGILSSRSYSSDRFEGENRSGESPLLKFIHGNHCEDIGLEQCIDISFTFGTDIPVEK
RHPSTHDKSVDSFSFDTSNTDAFTFPGLSGSGRHSWDASPGASSRSSFTRSRGKESTLNDSGDATPGKRCLRSTSLKLQQ
CNSLMGTSSLKQLAMEEECGHLNLRDKSAPAAFSYHLPSGLQDQCCPDVLSGNTCSGHHPSRPLQASNDLLRGSSNRNTY
SQQIEKSRSATWERL                                                                 
>Php_XP_001768430                                                               
MYAEWIFNDTLDVSQGGGTPAPFFSFWARRHGNSADGQVVVNGDELEIHAVAGLDKSVLEALSTFRYKIVEQSASSATGI
QECAICLVNFEEDDLGRSLPRCGHSFHLQCIDMWLDSHTTCPLCRV                                  
>Php_XP_001767125                                                               
MSFVFRGARPDLEGGLAGLMPDRRYVSGHGFHGTVRHVNTNSMAFLISVALLYMILSSEQMSLNLMIWVGMGVLFLASSL
RMYSICHQLQAQAQAAAAAATAGGFLSHAELRLRMHPTLSFAIRTQLHGFRLQLALLDRELDDLDYDALRALDGVNSPGV
PAMSDTDISRLPVRVYKRSSQIPAADQSQLRYDKIVQGEQKTLEELTCSVCLEQVVEGEIIRTLPCVHQFHAACIDLWLR
QQATCPVCKFRLGGPETSMASSAATTTAFIV                                                 
>Php_XP_001766921                                                               
MEAAFARPVPDEGVTGILHVANPLDACAPLKNHIPEGEPLVPFVVISRGTCNFDKKVKNAQVAGFQAAIVYNTMDFTDEM
ITMSGSAEDIDIYAVFVSWNTGQALLGAVGDNNVTCTLQAAAEDTAWSIMAVSSISLLAVSAVLSTFFFVRRHRLRHLGS
RFLSREPSGMNARDVQALPTFIFEDAGGDGAATGETCAICLEDYESGQKLRHLPCDHDFHVGCIDQWLLTRRPFCPICKQ



DANAAPRHQAATETTPLLVPPAGRAVPVPSMSSAATQTSPVGSPGVHTTQSLPANVAGEDLC                  
>Php_XP_001766556                                                               
SLNSSVVVVMGVLLFALIAAAFINTIARCLLRRRQTQPSDDHNEREKGLDKSVIEALPVVAYSPDSIKSSFDPSGENDCV
VCLSGFVEGEKVRLLPHCKHGFHLVCIDTWLLSHTTCPVCRR                                      
>Php_XP_001766174                                                               
SANCAVCLTEFGDDDRLRLLPKCKHAFHLECIDTWLLSNSTCPLCRRSWLPD                            
>Php_XP_001766111                                                               
GVSGILHVANPLDACTPLKNDIPKGERLPPFVVISRGTCNFDKKVRNAQKAGFQAAIVYNTIDFIDELVTSKHSDEDIDI
YAVFVSWITGQALLGAVGENNTCTLLPAVKDNAWSITVFSSITFLAVSAVLSTFFFVRRDRLRGLGSRLLSRELSRMDAR
DVDALPTFVFKGAGSDEAGTGETCAICLEDYESGEKLRHLPCHHDFHVGCIDQWLLTRKPFCPICKQDANVTPAYPAATE
TTPLLVSPVVSIPVTSSAATQTSPVASPADHTPESSYANVSGEDLC                                  
>Php_XP_001765639                                                               
MPPWAVMWEGGGFNEVFSRQTQPEMNERRYAEQQGDDGDEGGGGGIEKGKKTVRHCIPRKLCSGGIIGRIAASFIFIFIF
CCECDLKSAVCYANQPVRSLLPYEDRKNVTLTADNVCLKDIVEEKQTVYYNLDSSECFKDPFFGYKYLEVEARIYQQCDD
SHEWSVLVNTEGELVPIEEARASEGKTFVNFIGIAIPAFEFSAFLRDAEHHRFYGHLDVPLDGNASQPWVAGFYSSCGPV
LYTLKAWCSANKGCDINCSDPDSGPCKWRICQMRRIGYQDMGWLRLTIAASNNATRILVEMQRAYGDLILFVNHEDSDDD
DADEAEVSADSLPKEQDALKYADLPSFQNRLSHHHVFVNGSGNFYIGVYNADQCVEEDATFNLTITIATPDDPLSLCPLN
CSYPQGQCVSDNTCSCEPGYGGMYCAGSIRQAAARRPYSGQLQPGEWAYINMTVNQLTDNEDILVQFSSSTGHPILLAQK
DRFPTLKDFSLKFSNSTLGATPSDTYHISKSSLNSGELLLGVFNIDYSYRGISDFQIVVSVVNPWAWQVNTPAFVVVFKF
VVACSYVSVSIGAREGLSIWVIILVALGCSIFLLTLIATVRSLMHRGQAEVPESWGLDFEAVPQDVEMVQMRTKNRITVS
TLPLLAYHQGMLPKEDAGYVPCVKLQLHIVSCNSMQLPFFLKTFVMWAFVQEKRCSICLNSYDIAEIVCRLPGCKHIFHL
KCLEEWFQTDDSCPLCRVPLAKQAKELSASEALAPQSSPSLSEPSSSSTWMPGLALDQPSPFCSCEVGDIKSAPRVGKDD
GLLPAEGESLSSLGSTFSNSEGSDSESPLQRQH                                               
>Php_XP_001765537                                                               
MGASCVPLASPITEFVFFHKAIRVEMDRLHRDALAVENGTDKDIQNFIDRYIFLRTVYKHYCSAEDEVILPALDSRVKNV
AHSYSLEHKVESDLFDQIASLLSAALAEKGKVASTLHSDLVCCTQALHTTLCQHLAKEEEQVFPLLMQHFTYKEQTGLVW
QFICSIPVNLLEKFLPWLASSLSDEERQQMVAVMREVVPPEELLQQVILAWLRGGNRAIDAYNCPRSDLDAKAVAWASID
SKVAGDLTWALDRDSSVNQGNLHPKLLRSRPLVSPLKELLYWHNAIRKELQEIAEQARQIQPRGGLSLAKLTAFIERSQF
LADVCNFQSSAEDKLMCPSLHKKVQERVTYLMDHAEKDRRFEDVLRLLEGVQDAVNNSATVAQLHSELCKRAELIVESIQ
QHLLEEEEVLHYPQSHCSVEEQRVLLYRSLRLMPLKLLERVLPWLVAILSEDETKVMLENLRLAAPVEDNALVTLFSDWA
CKGHPKHFSSTGSIRCLSTSQDECSVKRMKFNAGSRPVNMQNGKNSCEGAARCCAPGLGCGSLTTRPSGLAIKPYTASLN
SSSSNSELFGWVNDSGPTCDPGPKPIDHIFQFHKAIRKDLEYLDSESAKLADCDEDFLRQFQGRFQFLWGLYRAHSNAED
DIVFPALEAKEALHNVSHSYTIDHKQEEQLFKDIAEVLVELSTLHTRMHTQAIPTFTSDMENGKDELKQDCMEKETSKAE
MIQRRALAGKLQRMCKSIRVSLDHHVSREEHELWPLFDVHFSIEEQDQIVGRIIGTTGAEVLQSMLPWITTALSEHEQNI
MMDTLRQATRNTMFDKWLQAWWKNNPTSNSNTVDKPTADHANRYAVFKPGWRDIFRMNQIELEAAIRKVSSDSSLDPRRK
AYLMQNLMTSRWIAAQQLVSNEMLIQEGDNPADIPGRKKSYQDEENGVYGCEHYKRNCKLRAACCGNLFSCRFCHDKVSD
HSMDRHATKEMMCMQCLQVQPVASVCNTPSCNGFSMGRYFCNICKFFDNDNRDIYHCPSCNLCRVGKGLGIDFFHCMTCN
SCMAMQLKEHKCMEKGLESNCPICNDFLFTSNTPVKALPCGHFMHSACFKAYTCSHYTCPICCKSLGDMVIYFGMLDALL
ASEQLPDEYRSRNQEILCNDCEQKATAPFHWLYHKCGGCGSYNTRAI                                 
>Php_XP_001765272                                                               
RQRPSPLNSGLWVSIELTITISQIIASIIVLVLSRNEHPQAPLHVWVAGYAAGCLATLPLLYWRYTHQYMRTREPASTSA
SEPNPSSGGVGGSSYVTLTPGSRDDMAHGSRQRSGVGQVFKIALDCFFAIWFVVGNVWIFGGHSAAHDAPNLYRLCIVLL
TFSCIGYAMPFILCATICCCLPCIIALLGFREDQNQPRGASQEAIAALPTYKFKAKASNESKLNKDGNDSDSEGAGEGGW
VAAGTEKERWVSADDAVCCICLGKYKDGVELRELVCTHHFHVECVDKWLKINASCPLCKYDIGG                
>Php_XP_001765270                                                               
RQRPSPLNSGLWVSIELTITISQIIASIIVLVLSRNEHPQAPLHVWVAGYAAGCLATLPLLYWRYTHQYMRTREPASTSA
SEPNPSSGGVGGSSYVTLTPGSRDDMAHGSRQRSGVGQVFKIALDCFFAIWFVVGNVWIFGGHSAAHDAPNLYRLCIVLL
TFSCIGYAMPFILCATICCCLPCIIALLGFREDQNQPRGASQEAIAALPTYKFKAKASNESKLNKDGNDSDSEGAWVAAG
TEKERWVSADDAVCCICLGKYKDGVELRELVCTHHFHVECVDKWLKINASCPLCKYDIGG                    
>Php_XP_001765176                                                               
MGVGYGPVVALYTALSLSGIAWKLNSALRSTFDKDLQGLDPIEADRTLQALLQSSVVVALLANLMVNCFLLITLSMKTIF
FGQLSLVETQKVVERLINYVLFKGLFLTWVVRPEMMQIAVWLAWFSVLGFLKMFLGLARDRLERLNASPSATVFSHLRIY
AVLLFVLLFDLLWMHLCLLLFKDIGTSTFLLLLFEPLSIASDTLQAVIVHGMQLMDTWQRQSLDVSAHDVNLQPSERSAA
GAAWEWRGTVVRNCSFVMDIVSLLLALGHCVHIWWLRGLAFQVVDAILFLNLRALLSAISKRIKGFMRLRTAMTTLQGAL
PDATQEQLLAYEDDCAICKEPMARAKRLPCAHLFHLPCLRSWLDQGLAETYSCPTCRRPLFMGGSRTATQNLQRLVDAAT
TSPGTNETQAQVPQRQDLAPLASPPLANLVPPLTPHWNAPVTSTWTGTAEEVGPVGVVGGIDEANRSTDAQNTGGGLGRL
HLMMRQLSGSGSGPGLGHSHGHGLVEESNWNWWPFGGESSVQSSRRSRDEAVDALLLRNNVSTGLGTVADPRISAMVGMV
REVLPHVPDELIAQDLLRTNSVTATVNNFL                                                  
>Php_XP_001765123                                                               
MAQSESSRIALTVQFANEDRLRLLPKCKHAFHLDCIDTWLLSNSTCPLCQRSLLPEAESAAPPIDGNGPTGLSVDSQGAS
HSRRHGSFRGSSRLNIRGSFRFLTDAMAPSLPPPSSETDITPSIFNPAVVDVFQASPLSPGPTVCGTEPGGSEKVSRVEL
GKVNTDPRRIARDTDNSQGPRSYSMGSCEYVVSLTRLGLAMP                                      



>Php_XP_001764844                                                               
DKTECSVCLGEFEIGEVLRILPKCNHPFHIPCIDTWLVKSSTCPLCRINIAL                            
>Php_XP_001764843                                                               
GLDKATIDALPIVHCSDLDEKDDQECPVCLTNFEPEDGLRLLPACKHIFHQDCIDMWFDSHSTCPLCRAS          
>Php_XP_001764638                                                               
MDSSLLLGAAGAPVLEQVLHPCPSLVHQALRLRSFVPGEFADEDGDTATQFILADKPPHSFSPFASRPEPVLPVPLPDWE
SNFVVLSDDDDDDDYPSFVCDLCHQSAPLNSVFLLTCPCLFCVPCLRAHAESVLVKKATQIGLKKDPLNDGASTEKVAGS
SKGSITIDDSAGQPLESIPCPKPECIGQFSFSSAQQLAPEAFRMWEDAAIDAFFMENAAFVKCPGCKVVFEKVMGVLPPG
VALTGVPELDRTAPFIELDNEGRRLSRSAMCHKSTNRFRCSMCTTDFCGACMEFPYHLGRSCEEVAEEKVAAKCLFCEAS
LRGTRSWYDEKDLNLRSVKELQSQLEREDVDAAWCVEKGDLVAVHRFVAGICEAKDCRKRARFSCTRTLECGHHCGGVRG
ERICLPCLEEKCKSASKHLGRKFLPAATDLCGICLTEPLQRAPAIRLQCGHVVHLHCAKQKLLQGYPGPAISFGYLNCPQ
CPRLMQHASLDADTRKHLELLRLVREKAMKRLTMEGLLKTAEELQPGGNFVGRPSEYALYIYQYYMCSKCRVPYCGGKRD
CLRIERDGENGAHNPLDLICGGCSAAACGHGVCAKGHGKEYIEFKCAYCCSPATYFCFGQTHFCDNCHNSRPDMVRNLAL
SQCRGPEWCPLRFDIIASVGKRGTVYNYVFRSCPNLGFYQHNDDSRELILLGLNRVMRILVFTATWSRFHKPEFCTQVSI
VTSKYVCDLLMALKLSLPFITRTRWFVVSSFVAQDEAAAVRVLLNNVVAFTRGSITYHIWSAADSNDRE           
>Php_XP_001764534                                                               
MAVWEWLTDAMLWKPYNSVLSDSIEASFQVQQPSLDVCITSPSAPTHSITFQSIPPCQINRNTQQSRPVRRNVDAQSGIA
EWQWWEDESQRWHAYDVLISSQIEIAWGQGHNSTNAYFQASTPGGVSLRIHHRKYTILFEADGLQTNLSTGFSRKIRRRV
VSPGTAAAGATPVVPAASPSAPHVSSLLQAHSVPAPSVAAGAVSEAYDPADLHPYVENSDCNECPICVMDLRGRNAAMLA
KCRHLFCKDCIIRWFETRPTCPICNMAYGVITGTQPDGTMSVRIIRAGSPEFASGLEGFPGVDVIVIQYNFPSGIQGPEH
PSPGCPYTGTRRVAYLPYTKEGEDVLNLLKIAWDRRLLFSVGTSITTGRRDVVTWSGVHHKTSTWGGPTNFGYPDSTYFA
RVKAELSEKGVR                                                                    
>Php_XP_001764365                                                               
MESQTLLLQIESRLAAICGADEVHMDAKRKEPPREQGLGGAVPLAHDHCTDSEAGVMTIKRPGSAPQSVCMTGDPSVQAH
GLSIRGGLFLSWLHALKVHQCPLLENCDRRVNVNGLYTAAAIEPEVDADLRKFKGFVDVPYQSWSSGTTIADLEKEIASQ
TGLRVAFIAYRGARLAKDTQLSKLVLDLHQGSKLIPRFSVHTTSGDNIFFVKSLKGNSIMLDLPLKSTTVMELKEEVAAL
ENIPTKYQRFIYNGQHFADGELSVCRDTVKKTLHDYGVERDSTLQLLTRLRGGATDVPASIEFSDLQNQKALKVLNWSKT
APVWRIVEKGLNLEGKCTNNACPGNGQLVICRKGFVAVNLSKEQGTCPICKQGVQVKTCSFTSCMWMYEGRKAITNSPPL
RGSELSRRCSKVTNLLTKCFSGKSPTDDYYPTLEKQQDTVGQDIVSPWYRASDKYEYFKRANNMVKWENLIIVAKKLPVV
SKDGPNAEAPQDEPCSICFQAFGPNSDANKNHTTSCGHTFHADCVESWLSCGGTACPICRVDLVVEK             
>Php_XP_001762936                                                               
VLLTLLLGRVNSAVILLTESNESWSFPDTEASFSPRIPTTGIVGVLHASNPLDACSPLTNVSRQGQTLFSDFLLVERGVC
NFEVKVWNAQEAGFEAVIIYNNQNDHELVTMSGSSNDIHAYSVFVSKVTGEFLLKYADDKGATCYIMPAFENTAWSVMAV
SFISLLAVSSVLVTFFFVRQHRIQHLSARFLPKEPAGMSVKEVNTLPSFVFKHIEDGKGTSETCAICLEDYVAGEKLRLL
PCQHEFHLDCIDQWLTTRKPFCPVCKRDAQSKVDKPVATETTPLLA                                  
>Php_XP_001761915                                                               
CTHYKRRCKIRAPCCNEVFDCRHCHNEAKSVNETDDKKRHEIDRHLVEKVICSLCDHEQNVQQVCEKCGVCMGEFFCSKC
NFFDDDTSKDQYHCDKCGICRTGGRDNFFHCDRCGCCYSVKLREGHTCVEKSMHQDCPVCMEYMFDSLKDITVLTCGHTL
HLECLQEMHSHYKYNCPLCNKSVCDMSSVWKEIDEEIAATQMPANEMRMVWVFCNDCGATNEVQYHHVGQKCGTCPSYNT
RPTDAPASLASSRS                                                                  
>Php_XP_001760889                                                               
CKHYRRRCRIRAPCCNEVFDCRHCHNEAKNVNEVDEKKCHDVPRHHVQKVICSLCDCEQDVKQVCENCGVCMGAYYCDKC
KFFDDETKKEQYHCDKCGICRIGGRENFFHCDRCGSCYKNSLRNGHPCIENAMHQNCPVCVEYLFDSLMDIAVLPCGHTM
HQFCLKQMNQHFQFSCPICSKSTTDMSRFWARLDLEVSLTLMPEEYRDKKVWILCNDCGRTSDVHYHVLGHKCAGCGSYN
TRSTPPPSTSR                                                                     
>Php_XP_001760297                                                               
MNSSNTTTMQVSLSKVGLGYGIAIAVGILVLVSTVMLASYVCVRVHQTSSGSLSGSSTGAAPDHAGGDDGGGGAFTEWST
SGLDQITVESYPKVVYSASQALPHLQDTSCSICLGDYKDGDTLRMLPECRHMFHALCIDAWLRLHASCPMCRTSPLPTPL
ATPISTPLSELIPLARHPLHIRH                                                         
>Php_XP_001760023                                                               
MTGADFCQFTGAFIENIKEMRFVRNDGQTDRYSVLMTFDSLQLADDFYQHYNLKPFSSLEAELCHVLYTADVQFTETAEQ
ASTPPSGLTELPTCPVCLERLDQQISGILTTVCNHSFHSTCISKWTDSSCPVCRYCQQQAENSTCFVCGTTEHLWICVIC
GFIGCGRYKEGHAVNHWKESQHCYSLDLETQRVWDYVGDGYVHRLIQSKTDGKLVELPAPCRDGSDDCCNRGPDDQSMEA
ALYHSKVDAVAAEYDHLLTIQLDSQRQYYEGRITEMEEERALAVQQAVDESVSLKLKKLQVRLEKMEKENQDLKELNKCL
IENQKIYQQRMQEFEERELKSVKERDDKIADLEEQVRDFMLFIEAQKLLETSGNGGELRDGSVLALPVNLGPSKSSSRIS
RQGKKKR                                                                         
>Php_XP_001759834                                                               
MCWLALLRGRGGKVRIASDPNVFLVVGDAGRGEAEFVMHIESRVKRKAVAELGVLKAQAESDGGPSSSGPVTPKRARKLE
AEPPEKRLSRFVRKPSMAVKERIQRAYNHRLYLIDKKMMDSEESLLTGCEFFVLGATGNVYSVKLEKLPSCTCPDARRGN
ICKHFLFVMLRVLKLPESDTRVWQKALLQTELEDLLKISAINEDIVASQLVRQRFHEITGTNSKSDASPNETQKSIQRDI
NGDCPVCYEAMAGDDNKPVEPIIFCKSCGNNVHRDCFDRWSGSKRSTGGRVTCIYCRADWLDIGSKNSQNVGIDRGGYVN
LASYSEGHVNQDTSLESLYPNSLEWLDSHNR                                                 



>Php_XP_001759692                                                               
MRKKAKTTKTKLWRNGEVRVCTPNMLPAQASQLGGAPFAALLGPPMPDPATENRLMTVHGDNYSMVQAINVLKRKMTGSK
ASKRRRRENSVHYSSDSTEQEVVSDGQEYCHESKGKRKLGEEDVQKPKEDGKEVDLSLLDEEKVVQVCGICLTEEEAERG
KLDCCDHYFCFGCIMEWSKVESRCPSCKQRFLTIVKPSVPGISRSRPRIFHIPHKDQVYQPSEEEIRLFTDPYLDVVCSV
CQEAGDEGVLLLCDGCDSAAHTYCVGLGLSVPRGDWFCNACSIEHRGFSTDDDDEVNNEAEENDSTPLLTFVIANVQPVP
RRQRPRRSTAYRSNQVGRRHTRLHPFPALSEEAQALAIQEENLSGSLIDDVESTQASARTLSSQRIIRQRVNDFRNHWDQ
LRRGELQFGSISHSAPRTRASQAGRNQSSAIAPAAPSNDISQAWAMMELARTLRADRVASNSAPTTRTVVHRETTRGRIP
TIEGTSMPSSRFSQAQEPNLRTDSARDGNQAMETRPMIQIDQNQEQNSRRENTRDTGCLIANRLRSNRDRAHGHDLRNDV
REGNYSIESSSRGRRGNGREGSHAVDGRSNDHGGGRISGRRDMNSVHDIQDNSVRELRSFRNSNDLDGEGRNAPGSSGGN
ERPRVVGRIGRRSQLEDQQAPTPRTRGSSRERRETKEQVAHYVKAELKPLYHLGHIDKEEHNRIARSATQEFLSAFGIEC
RVPETRASENLSTRCTHSSPPSTFSIFPISCLQCVKHNTDRSTSLLNFVIFANFVV                        
>Php_XP_001759553                                                               
GLERAVIEALPTFEFDGERAKRGFECAVCLEEFELGEKGRTLPKCDHSFHLDCIDMWLHSHSTCPLCRTSVGADET    
>Php_XP_001759471                                                               
LGTDAMQCAVCKDEFELGASVRQMPCMHMYHADCILPWLAQHNSCPVCRYEMPTDEQVYD                    
>Php_XP_001759323                                                               
MEVECAVCLQVYDEGEHTPRVLSCGHSVCQSCVAELQLHWGAGSGEAQAQRTQGGGGLVRCPECKQHTKVPLGGRLALPK
NIELMRLIQAVPPPRIARNSGESIPRVVKEEGPTGVHQQGDEDSEFPQPLFECFYGEPAIWILPQAAVKRRKSMVYGFCV
GVFSCDKKLQSNSQEVRLQFLSRIDPNEKEGSRGLKYTELVRSAWNKLHHEVRTKLMHLLALGWRCNYFAEIAGLWMSVE
GSLFLASKVYVEGIRQARNLLFPATENSSSDHCSAEGENTSYDNPEENNIGRSSLRTLIRLGVELCEILMEIHAAGLVVG
ILGPDSFVLDKYGHFRFHVWNSTFWRPCIGETSTLSNMKFCMNYLGVCFLIEEEIDKKNSLCSDSLNSTCEHLSPEILEI
LKKPVNAEKEAGISSLGSGDKAEAAILTEKADVWSLGYLLLQLLSGSSLLGDLTASEVHGDEHGKGAKQEILEENVRLKE
QLLNCMANVPSIRPRVVDIWWELKHLLDDQALCMPPHLPEDSKQDKLGVEIGGSGSFSGNPPSYNCWIEPETATEERASG
SEDLQTSTIETIPDAPSLPRALIDVEECNVKTLQGHLDAVSSLCICGSYVISASYDKTLRVWSLSDYKTVQVFEGHEQRI
TAIAAHEASGLCFSGDYGGRIHAWNIASIGNSASVTTWLEHQDWRFSGVASLAISNDEFLYSGSGDRTIKAWSTVDFQHV
AMMEGHKDVVSTLMVDGQMLYSGSWDGTVRLWWRPDHSPLANFGGATSVFLGGIRALVKCPTPNGLLFAGHDSGVIQIWN
EEDCVGSLKAHTGVVSALAFDQSWLYSISWDGFIKAWALEDILSGAPISVERKCSQAAVTALCCGQDKLFVGVMQKIQVY
SREVFI                                                                          
>Php_XP_001757533                                                               
LAAPRVPTAGVGGVLYASNPLDACSPLLNVSTPGKGSAPAFLLVQRGVCNFEIKVRLAQEAGFAAVIVYNDQDDRELVTR
NPVNIHAYAVFVSKYSGEFLLKYAGDVGATCHIMPAFENTAWSVMAVSFISLLAVSSVLATFFFVRQHRLRHLSARYLLR
EPAGMSVKEVNALPSLIFKCVEDGKCTSETCVVCLEDYIPGERLRLLPCQHEFHLDCIDQWLTLRKPFCPVCKRDAQSQV
HEPVATETTPLMAAVGRALGGGSIRVGTSILSARSSPLFTTSVINSPNDTPDTRIFSLSYPDGGEDLC            
>Php_XP_001757126                                                               
MLSSLGDGCCFARDVMPAADFGVGTPAGMGWFESCRQQSGVRVQRRWTWRLLPGGDSCYFVESQFWRFLTTSIEEFEPIW
SRGCMERKVGPDAFLLTSLWFELNLVCVDRRDRALFSVASATLLEEDFVMAFISTKIAIGIGVGIVSLLALCYFVYWGVR
KFRHRTRSTGQISATPEEIPSGTRNGLKKEMVIALPIVKASDVNVDEGLKSQCSICWQDFRNEATMRQLPHCKHVFHRHC
IDPVLDEQITCPACGVILTGSFGTSKRFSERNPSYQRDSSRSMCSNDPSASSTPKSPAMPPYWVHINRPVPLPQTAVVTS
RSSSSERFEIDLNASGQSPLLKYMTGSHVEDIDLEQCIDISFTFDTDIPVERRPPSTNERSVDSFSFGVPSADTFTFPGP
SGAGQDSWDAAPAIPFKPPCSSRESTTTDACDTNSGKTYSQSTSRRSRLSNSFSASCSFNRLGTEDRHAHSELQDEHVHF
AADHQTSTGPQDQCSLDASGNLTLSFSSSEASKKPSRVVSNCNTYSLQVVLLHRSACNAPQFIAGTGFITTHRQRHVASP
GGFGLVF                                                                         
>Php_XP_001756642                                                               
VSYCRFDGFFLSMLATSVIVVLVNWQRYLLCRRPLHIWIVVDYATVFLFRILMFIDSGLASGMGPEATQMERMLRFKGRL
FVLSVLSFVFYPFLWMWTILGSLWFSDTQGCLPEEGQKWGFLIWLVFSYCGLVCLACITAGKWLLHRQSRLASPPNGQSA
ISEFQMFLEMIRFPEWTSRHRTNAVMMRTNDLASLVLFSYLQRERVERAIQGLHKFSLSRVAENWTQCPICLDDFDVGNE
VRTLPCTHTFHVACIDAWLRLNVKCPHCRSSVFPELEL                                          
>Php_XP_001756455                                                               
MCLICLGEYEHGDTQVKLPCHHGFHQACGAEWLLNYSKLCPVCKLDVTESAPIEATTCV                     
>Php_XP_001756316                                                               
MESSGSGSEVHRSNGASRRYGMQLSSANFLPGPVSALLELTGLLRGRGNASEGEQAGGASGGSAGRSSEGGRGGDGGAEV
SIRIFGVGESEPVQVSSGPGVASARNGTGSSSPQSVGGAGGNGREGGSQRYDFQQLARWIEQVLPFTILLLMVFIRQHLQ
GFFVVFWITAVMFKANDVLRKQTALKNERKPGVLVAVGWGLVVHVIGVYWWYSGEALWRPLVLFPPREIPPFWDAIFIIV
VNDTVARQAAMVFKCGVLIWYKDIRGRNYRRQAQLLTLVEYVLLLYRALLPGPVWYRFFLNKSYGNLFSSLTTGLYLTFK
LTSSLEKVQTFLAALRALSRREVQYGAYATSEEVLAAGDMCAICQEKMHAPISLRCKHIFCEDCVSEWFERERTCPLCRA
VVKPVGLRSYGDGSTSLFIQLF                                                          
>Php_XP_001756017                                                               
MASPGGFDSLGGGRGPSPFNANETARFNPTMAVVIIVLIGGCFILGFISVFIRKCMTDGNAVTPAERSRILSMKTRGLDK
AAVDALPIVHFKDLDEKNDRECPVCLTDFELEDNLRLLPVCKHIFHQECIDMWFDSHSTCPLCRASLTGQLGVVEDSNDG
QVSSMEPVEIVVEESGNEDGNSELQPVGDEPEEDARRESSVGAMISRENVRSSARGALSRNSQSFKRAARGVVALERAES
FGAAGGQLSAKKPSLEQPTTPSFRRSSSPEPDLIALRNMLTGGGTSASHRLNAARPAGPSSDVLRGSWFTRTRSVGSVPT
TDHSLLNGYPTSSATSREEFVAIALGNRKSSDGSSNAVGETSSPAPPTPQRSWSDRWSLAGLRGAMFPRSMSTSDVSSRT



NLYPQV                                                                          
>Php_XP_001756015                                                               
DGTECSVCLGEFKVGEVLRILPKCNHPFHIPCIDTWLVTSSTCPLCRVNIVL                            
>Php_XP_001755692                                                               
MQRLFAEGSGVQLGPYSVLNISGTYKGTWSLRSGNYASKFPVFQKTSGNIVFELTSSATDISGVHFVQGEVVLRDGVYIS
DGDLQMKMEGVYVWPFRQLRMVLSSAVDSEMNRGDDFIQSSPYHLLGMFSSQVAQDTPRNYVRHNKKNSNIMEMGRTCKI
QLITQISTSVSDHKYGEHERQVCEMQGLVEGPSMGDEQGECFSPLVVNATSVNVALYYNKAVNYTLMVTFISFLQVLFLI
RQMEHSNTQSGAAKVSLMMIGQQAIMDAYLCLLHLTAGILVESLFNAFATAAFFKFVIFSIFEMRYLLAIWKSRRPVSSG
EGWETMRRELSVLYSRFYGFLLGGILIMYELHNMLRYIVFFFYSFWIPQIVANVVRDSRKSLHPHYIVGITVTRLAIPLY
VFGCPNNFIRIEANVRWCVGLTTFLGAQAAILLLQHYCGARCFIPRQLLPEKYSYFRRVDRVNEQLGGEENAPIDCVICM
AAVDVSQRCNDCMVTPCDHFFHTGCLQRWMDIKMECPTCRRPLPPI                                  
>Php_XP_001755092                                                               
ESALSMLDDEDVCPTCLDGYTVENPRITTECGHYFHLSCIYEWMERSNHCPLCDKVF                       
>Php_XP_001754707                                                               
MAALMVETPIAFGLTMAVCLALFFYCWRIRKFRNRLTSVQVAATPNEVNSGLQIGIKQDVIKTFPTVMTKELKIDIKDGL
QCPICLVEYEEAEVLRKLPLCGHVFHIRCVDSWLEKQVTCPVCRIVLAGVSKLSLRTNRQQNYLNHYRFPSSPRSVTVEV
AGNIPAWVLVNRPLPLPPAIPERPSVDSVTSLESSPLDIDVQPSANFGMTGESPLLIPHDAGWGAIYLQRSHGALSFKAR
TGADIAIETKECVDHSSISERWMTESFSFGISTCEDVSSTRSSHNVWQADSTTRHSSWSSHSHNSLCDIYQPTMKNWESE
EVFESLATHHQPLTMSPERCSFEFLPIITGTEGDCILKHNSYAPKPERTEIGSSPHSYSQL                   
>Php_XP_001754650                                                               
MQVNLSKVGLGYGIAIAVGILVLVSTIMLASYVCVRVHQTSSGSQSGNSAGPAAYHSGGDDAHGNPLTEWSTSGLDQVTV
ESYPKVVYTASQPPLNLQDNSCSICLGDYKDGDILRMLPECRHMFHAPCIDAWLRLHASCPMCRTSPLPTPLTTPISTPL
SELIPLARHPLQIRH                                                                 
>Php_XP_001754507                                                               
MCEARQDIQPCDSSTPESISSQRNDADSGKGTVHDNDLGFREEVEEVGVKRLLKYAACIEEHPLSLSETENNKQQQDDEV
MVLQSIYGSDYLPIIEGDDRPIAFMILVHPDIPEGIKIFADAPKSLGCDGASASVSGNDHSFTVQALPPMTLLCVFPPNY
PSHSAPLYEITCSWLTKKKLSTLCTCLDKIWEETSPEVVVYMWSEWLRSQALSELGMSEGIELGNDFEERNGKSGEGLDW
RAVSRLNSSNADVYSLLQYEESAKHKVFQESVHTCLICFSEYSGYSFTKLPCQHYFCTTCLKQYCNMHVKEGSVLNLNCP
DTSCKEQIPPTYLKQLLDEEAFERWDNLSLQRALDAMADVVYCPKCKTASLEDPDHLVQCSQCRFSFCSLCLSNWHPGQT
CMSPEAKLRILQSRRQGREMGEEAIKKEKELINECLDMDYIKREAKQCPTCRMAVQKSEGCNKMICTNCGGYFCFQCGKK
IAGYDHFRGGSCILLDQLELNRWELQFNLQLQQLQEQDLVPRNPRGAAGMAAARPCPNCKQVNYKAGGNNHIFCWACQCH
YCGLCNNVVRKGAGHFGTGPNKCKQHTPD                                                   
>Php_XP_001754436                                                               
RSRVQGAARFLRRAGSRRLMREPSMLVRESAAEQLEVRQSDWAYSKPVVVLDLIWNLAFVQVSLAVLVLSKKETNCNELR
IWIIGYALQCVVHMLCVCCEYLRRQQQVNANPSSVSSSNSTYAPINNGENDVDSGFDDDGLSNEASWAKRLESANTMFSF
VWWVVGFYWITAGGQSLAVDAPYVYWLCVLFLTFDVFFVVFCVALACVIGIAVCCCLPCIIAILYAVADQEGASEEDINN
LPTAKFRKISSDGKITANYERALAGVMTFVGASENLTERSLFEDDAECCICLSSYEDGVELRDLPCSHHFHSTCIIKWLR
INATCPLCKFNIVHGNRN                                                              
>Php_XP_001754297                                                               
AEESMSSAAEFVEGGAQDPCDDACSICLESFCDDDPATVTNCRHEYHLQCILEWSQRSKECPMCWQPLTLKDSKSQELLI
AVEQERALRRHKTQAAQMYHRPSVEEYGFDRFASYGDENCIMQHLAAMAMGRAHPMSWREHIRSRPSTTAQGRPHYVLVS
GAPAGAPSSPASSSPVASPPQTSDIETSLATVFSFPCYSAPTRDSHSANSSTPRIRSENLQLDEHGTSSSESLDTFKSRL
VAASTRYKESLTKSTKGFRERLRTRGGMMQDIGARAREMSAGVCRTWVSVEPGTDRTDGSNSSSGQLSRTPHPPPDRPSD
LVGSGSVSAGLPRSNSAVSPKPEPCYYT                                                    
>Php_XP_001753884                                                               
MQCPVCREALVEGETVSEMPCTHPYHPECLKPWLEEHNSCPMCRLELRTYMEDYQHKKQSKQEAEKQRRRVQLARKQGEQ
PTT                                                                             
>Php_XP_001753038                                                               
EDTECAVCQETMVAGDKLQEIPCKHNFHPSCLKPWLDEHNSCPICRYEMPTDDPVYERQKDRDREAEDERKGSENSLRGG
EFMNT                                                                           
>Php_XP_001752735                                                               
MEPRYGPVVALYTALSLGGIAWKLNSALWSIDKDLQGLDPTEAARILQSLLQSSVVVALLANLMVNFFLLITLSMKFIFF
GRLSLSETQKVVERLINYVLFKGLFLTWVVRPEMMQIAIWLGWFSVLGFLKMFQGLARDRLEYLSASPSATILSHLRVYT
VLYFVLLFDLLWMQLCFLLFKDIGTSTFLLLFFEPLCIALDTLQAVIVHGMQLMDTWQRQNLDISAHDITTRSPYFVKCV
ASAGAAWEWRGTVVRNCSFVMDIVSLLLALGHCVHIWWLRGLAFQVIDAILFLNLRALLSAISKRIKGFMRLRKAMTTLQ
GALPDATQEELLAYEDDCAICKEPMATAKRLPCAHLFHLTCLRSWHIRLDQGLAETYSCPTCRRPLFMGGSLTATPNSQR
LVDAPTISPVTNEIQAQVLLQHDLVLSPSPPLTDLVPTPTPHWSSVGVVAAIDEANGTTGAQNTGGRLGRLRLMMRQLSE
SGHSHDHGLVENGNWNWWPFGGESSVQSSRHNRHESAGGLRLRNNSIGLATRADPRISAMVDMVREVLPNVADELILQDL
MRTNSVTATVNNLL                                                                  
>Php_XP_001751236                                                               
MTTSKASKRRRRESSIHSSSDSTEQESISDGEEYYHKSKGKQKLREVNIQDQKDVERKVEYSLVNEEKAVQACGICLTEE
EVGRGKLDCCDHYFCFGCIMEWSKVESRCPICKQRFVTIVKLPVPGMSRSRPRTFHIPHKNQVYEPSEEEIRLFTDPYLH



VVCTECQQAGDERLLLLCDGCDAAAHTYCVGLGRKVPRGDWFCNTCSIQVQGFQNDDHDEVYNESQEHDDGFNDLQDEEH
DEDHSSHMLNVVVEEQPIQRGRPRRRAAASRLNQDGRRHTRLHPAPTLSQEARAAIPIQEPSGSSPLSSGSESTPASART
LSSQRIIRQRVNDIRNNWDQLRRGEVQFGSISRSASRTLASQAGRNQSAEPSNDISQAWAMMEHARALRGDRVAPNPAPT
TRALEHDDITHGGKNVSREGNAVHSPRFSQVREQIVRTESARHSHQVVENRPRIQWNQSQQQNPRREIASEASGLIENRL
SNQTDIIIRRDDVRGGNHLVESTPRGHREDGREGSLAVGGRSSDHRGGRISGRRDISSVHGIQENNVRDLRTFIDNNDRD
REKGSMPGSSGENEGHRVVDRSGRRSHVEDQQTPRLRARGSSGERRELKEQLAHYVKTELKPLYRLGHIDKRQHIRIARL
ATQELLAAFGIEHRGPETRAFGSFSTACTHLSSSSSSVFPNCCMQCVKHNVSKVVGVLVKKTVGNSIL            
>Php_XP_001762690                                                               
CVICQEEFEDADSQVQLPCSHVFHQPCGAHWLLIHSKLCPICKHDVTESAA                             
>Crei_XP_001703786                                                              
MKVGCKHYRRRALIVAPCCGKVFPCRHCHNYEMKDMAHVREDPKDRHELDRKAVRDVVCAICGLMQPKAKECANCCVTFG
RYSCLECSFYDDDLSKECFHCKDCGICRVGGRKNFFHCNTCNCCYAVSLRDSHVCIENSMHANCPVCCEFLFDSIKPINI
MLCGHTIHQECLRKMAEHRTYTCPVCSKSIMKPEDMNAVWEEMDRELQATAMPAEYENVMVNILCNDCLAHSNVKFHVLG
HKCDMCGSYNTRRT                                                                  
>Crei_XP_001703027                                                              
MRELASMPFDSLVSAVAPMELADPYALRARGPPPAAPLRDRTSCSGLGPGTPHHAPLPNAAAASQHEDHQHARSPQIRHQ
DNGDGGRAHRGPGQGRSLSATTDTHDRFAAPVPAAAMAAAAAPVAEGLLSQHMRLRREGSLLSALAGADALQQLVAELEA
AGAGLGGLLVPRVLLRRSASVGRQRPSSHAGDTAGGWPTGDLGGGTHHAAPPSSRPRVVVDEDGWQVPPPELLRQAPGAA
ARERDELGAGGRWPQRRSASTGRHPRLGRNRGGGISGGEDDWPFSAGGVGGMGMGGLFHMPLMPLGALRDMLGGLGGLEM
GLLGLEPVLLPHGLSAADGASGGMGLRPHNASGRYPSGTAGNGGDGYEALVALDEGRVKRVVRPEVVRALPTRTARRTDT
SQQCGVCLERYVEGGSSITTLPCGHAFSTGCAEPWLGGQSATCPTCRWAFPQHQTQLLMEPQ                  
>Crei_XP_001701929                                                              
METAREVVVLDSDSDDSDTRAKENRAAPIFGNDDSGLPSCPICLTDILEPQEKAVTGCQHTFCRSCLGEWLRVRRFCPLC
KDGAAGGDDAQERSRYGYFRPTRQQPQQPEPEPQPRPYYFRVQQRLLATSGATSASGGGAAGHIFVNLTLLRALVSGLID
AWGLRRDWATEHAWRHPHQEQQQQQEAGARDSAGGDLDRGQRAGAGSGSMEREGGHLTRERGSRSSPQQAASDAAGAADG
TGSQGLEGPVAALQPFLFERAAHFWHEMRCFALSGLSVSAYDAGVRYSLSGLVLPGQQPTPQISGQAAGGAAAGVRVAAL
GGGGSGRAGASRQTVATAAGEPEVVDLTLDDDDDLGDSNQGGNAAGGSGAAGAAGRGADGGSAMGDGQRGSAERQWLPVA
AGVSYVEGSCVGVAGNALAVGGAGDAGAEPAAHRKRPRRWDEQPAAPVAAAAGMPADPAVEAAAGSRGGNTAGAAAAAPA
GAIWTASVCPGAANGARDRWTRQMPLQHMTAGRWAAGTPTATASKGRSGTSKHDLEAYTGLANVLSAATAR         
>Crei_XP_001701276                                                              
MGFTLGRYVSLSVLAAGAVVYHAFATRQYFYRSTIYLSSSKIAVAAMGNLAFALALVTNQLVIKLFLGSLRDIEQEMIRE
RLSSAVMESLLALTIFREEFSAFFVAMFASLVFIKVMHWLVQDRVDYVEVTPSISLLGHARIVAFMALLLAVDAAFLQYT
IAGTIASSGQSVMLLFAFEYVILASTIVRYALKYGMSMADLAMDGNWTGKGTAVFYLELIADLLHLFVYSTFFAIVFMHY
GLPLHLVRDLYSTFRNFRSRMHDFLRFRQVTARLDRFPDAGADDLRRCDGVCIICREEMAEAGSNKRLFCGHVFHLHCLR
SWLERQQNCPTCRASV                                                                
>Crei_XP_001700947                                                              
TETFSEEEREAMMDSLREATRNTMFDQWLEAVQAGAQWATSTAHPSTSTRGAGAGASASASGSSFRPGWEDIFRMNQQQL
EAAIHRVSNDPTLEPERKAYLMQNIMVSKYIVAQQRRMCESHGSSSSSSAAAGGCSSSSSTFGAGATWHDAAGGVLGCGH
YQRKCQLVAPCCGGVYTCRRCGARKGAGVGERKLVVAFGRTAGAMGTYRAVSGCFALTAPWTGGPCRGLFDCRLPFNFYY
PCLRGRGLGVDFFHCMNCNACMSLSLFSSHKCREKCIEGNCPVCHEALFDSSQPIKELPCGHFMHSTCFSTYTRYNYTCP
LCCKSVGDMSVYFQMLDSLLAAERLPPEYSGRMQQVLCNDCGKMGFAPFHFVYHSCPHCRSYNTRVL             
>Crei_XP_001700360                                                              
VRWHVTGLSECVVCSEAFGEGEPVALLPCHHFFHDACVRTWLCGYANSCPMCR                           
>Crei_XP_001700299                                                              
MLDDGAPAQQNSASNRSYPDSRRPVPSNKYNGRHLAMNNCERALVLASHLGEPRTLVYFAVGLAELHIARRDLAAATSTF
DACAAACAALGDGGLRGALLQRVLPMAMEVLNMQGRTAESFQRWRLLNGVLAESGRAVPEECPICAEPFSPERACVALSC
GHSFHRDCCDLWLGHRMFTTGVFCAECPVCKQVDVSLKPTPAAAHALVMQRQAMLVAAAAAAVDPGLMRAQ         
>Crei_XP_001699409                                                              
MGAGAAGTAAGTAAAGAAGGAAARPGAAGAEAAGPSNTAAVVEAQARRQGRLQAAAALDNAFNQLANTLNGRRPDAAAAP
AAAAAAAAAAAAAGAAAAAAPPAAPGAGTGPSTAAAGAAGAAGGSVVVVKTQPGTELLQQPAVCTLTPMPNPAYDRDAME
LGTLHFPVKAASDTTIAALAPRLARYGFYSERLMSGPASGDRLHLDNLFETQGHMLNGRYKNKPTYLKLLPLPQLPSGAP
PVSPERVRKVLVVDCLGRARATWMGVRLPDTARRGQLLAALAPALRPAYSAAAEQLHLLLSSTTDGSAAVTLVTPETNLD
DSYFSGGVRKLMVFRTAPHPSPTWQSSTETEAAANKGSAGTGGSTPGGAAGASTSGSPGAGSARGSRSKSAAAAAAVASG
TWTHMPVYTHYSGTITPRSAQLPAWAVVQLRHFKAPSDVEGGAAGGDSPSSSYYSTQPLSVPLLVPVREEHARGGAAADR
ELRRQIATALEDVNEVVYKLPEMCSPAVDPSASPEALRDSHQRMEEAKHRAARLQRLKEQTELCMDELRRGSRRTAADSV
ARMAGDVKAACVALDVRLQPLGAGGSGSAQWLQSGGKKSRSGSDPRLGELVVKVFVYTRQAPGKEPIFKPWDDWPAAGAR
ESIAAFRLPATLELLATGAADPQEHAWLAAQLPPAAAGAAGAAGGSAAARPGAAAASSGAAATPLARRLRAERERARALW
DRVARLGQCGRSINALLEYMVSPERPPAPQPDGLTVTMRPYQLQSLAFMLEMEALVEPPRSGSGTVTGSDAGGGAAAGTG
PGPSTSNTAGAGGSAPELDAAADPDRGDPGGYRRLFWVPITAASGHRFWYSPVFERAAKDVPPQPTGGFLAEEMGLGKTV
EVMALTLANPPPPTVVAGAMAPCGRIVSRGTLVVCAVSLVGQWQAEAASKTAGSCRIHPYHGQSRIRDARRLATDFDVVV
TTYQTLQSDQAGRGGAGGTNPCQAILWHRIVFDEGHTLRNAGAKLAKTANELAAQRRWLCTGTPINNAVEDLLGQLAALQ
MAPLSNKTFFDGHIKLPFLGSHRHLHLSLRPLLFAARYALVRHTKAQSLGGEGVLQLPHKTEAEVPVYLTAAEQELYKRL



QQQAAEGWRKLKAVGTAYVNSHLFTATSMLMPLRRICSGGRLGTKDLAVPDPQNLAAVAGAAAAAAAEAAVTSGGAGGSG
CGGAPAGGEVPVPDDLPECPICVDAMDGPVVTPCSHWFCRECITGWLNQSPHHSCPSCRQVISVASLRRGVLAPPKPPAG
AEAGKAKAAGGGGTSDEEDAEEGEGGPDDGAVPCESKLRALMAELRAMREADPTAKALVFTQFSQALEWLRSRLQAEGFG
HRTITGDMPPKRRTEAITSFQNDPNTCVFLLSVRAGAVGINLTAANHVFLLEPCMNPATEHQAIGRAWRMGQSRPVTVKR
LFVKGSVEEVIMKVVTARRAASGGAAGGSGGAAGASGSAAGSAAGRQQERIDLRISELDQMFAAPSFPPPDVE       
>Crei_XP_001699170                                                              
MAARESEQEDVTNINWEGIIGLLRNTANEPNQHSPVGQLDASGDVEFGQPRAEHNVAAEVDLGRLEGSVGALSPRPSREP
SAQPARLRSAASGSGAVGEFSARSIASSLLLGNLSRRTQAAAAAQAAAAAVLSGRSGGGGTGAGDDEDASSVPAAAERHR
LTSGDGSVDISEVAAWLAELVPYLMLLTWMFLVRRWLPLLLIVFMGGMLQRANTALRRVLALRREFGPAACVVDVLLLVV
LADSVARLCGAAMKFDPPATGHVCRYTYLLTAGASSPVLASLLCGFYLTLKLLALALRTASRQGALYGSYVGRGGADSCE
TGTLGACPVCQDPVNVPVRLDCSHVFCEECILEWLERDRTCPMCRAQVRPAGLPTCSDGATPLLPQLF            
>Crei_XP_001699166                                                              
MGVGGGSDVEIPQCPVCCETLGRWGGPATLPCGHNGCVECFQQVQQRNAQCPLCRASFGKDLKLSCNHELEDLIRLATML
FVDESSRRDGWEAFPSTAHTADSYATELQRAHQQANARGRANAAAAAAARPAGPGATGAAGAGNGAAAAGGFSLGNLALS
GLGSLGLGALLGGSSENPNALEDLHDIMTTDPLAAAAGGGGGSPVGGRRRRHSDGEGDPYSEYGEGEYGAGPHELGHGRG
GSGGNEISPSTHPSAPYLADGARAGAGAAQRRPGAGGGSSTWDPIGSSMSTLIPGLGGNGSGSGGPAVLSLEPPLWLPDS
HAAECLSCHLPFRAFTRLRHHCRLCGKIFCSACCHKRALLPPKYGVRTPQRVCELCWSVLTPHQQLLAGTMAAAAQAPVQ
DSPDAISLRAWLNSPWTSNLGEDIFKGANLLTTFVKAIHRHPEADLPTAALQGAQGLALLTVARVAAGWSLSFGTGLVVA
RTQDGGWSAPCAVSAAGMGWGLQLGGQLTDVLLVLRSREALAGLCGGLGAGVVVGGVAALSLGPLGRHADAGVVLNPNNG
TSASAYGYSLSRGAFVGLSLDSSLLCVRNQVNHDFYGYPVTPRQLLLEAAVPQPPAACMLYEGIRALLHRFESRRRLVHS
RHSFSSSSSTHNGGASASDGFVLLVAMAHAAPVMPSAPSAPALLPGGDMHAAPVLRW                       
>Crei_XP_001699127                                                              
MLNEELNEDVCAICLGEIELAETAIIKGCEHQYCVNCILQWAVQKEAPWCPQCKKPFNYLYTHRLLDGTLSDAPCEESVC
LLKRATWFVEHVKVGGAAPRPGLGQPVCGLSAGVCGQSTRGQ                                      
>Crei_XP_001698940                                                              
MTPSYALDPLPDIPADFGPDIPDEGIDGFLRSADPEDACTPLTFEDFDTPWIALIARQQQPHATNCTFDVKVMNAQAAGA
LAAIVYDDVYESLIIMSKPKGHPDPLIPAVFVSQKAGIIMRKLMTLDVIRVRITPLSNVAWLSMLMSAFLGLLALGVVLA
TFYVMRSWSMWITQQDHGLPPDALRQLPVIVYEPPASKARTSATPSGEPSLAASRSASLRPSGCWGPGGALEEEEDELEE
QTKRTCAICLENYEEGEKIRVLPCAHRFHMTCVDQWLGNRRFCPVLNGWTLLMQGFMELMRPPRFPVRILQQVEAVQAQA
QRQASGAPAGGGQPQPPPQQQQQQRGRRGRQQRRDRTELQ                                        
>Crei_XP_001698355                                                              
EAIEFTAGNPRVEHITGVVHLFRPTPAAQARSAQTPPAQQARGALCCLALPSDMTIADFCTFLGAHLLRLRRMRVLRRQR
VVCMVVMRMESPEAADELYNDLNGKPFSSLEPDIVCRLVHVRAVEVTSDAVAAPAAPTAVAAHVPPPGQTELPTCPVCLE
RLDEHVSGIVTTVCTHMFHSECLQKWADSTCPVCRYCVQGAASTSRCGVCATCVDLWICLICGHVGCGRYRAAGHAADHW
RTSGHCYALELDSQRVWDYVGDNYVHRLIQSKTDGKLVE                                         
>Crei_XP_001698236                                                              
TEDGVDGADTCAICLCDFEEGERVKHLPCKHFYHIACIDTWLGRDITCPLCK                            
>Crei_XP_001698001                                                              
MAERAAPWRSKPSQEVVELLQRVGAVQLFLVQRPGPTSFVVREEGSEVKRKVQIGSRITCSCSAVGANGTCKELCLHSLF
VMVKVLRVPVGNPLLWQLSLSDRELEEVLRCAMQPQRPPPETRTRAAAADKTPAGQVKRKEVDEDDPCPICYEDMVGQDP
DMLVWCRFGCGRNVHGKCMGVWMEHQVQSLGKELTCPLCRSDWGDFKWRPPPPKRKAREECKDVHYGTHCGACKKAPLVG
KRYRCLICADFDLCEGCFSGGHHPQVRRAILGQPSRPVLVRRARSTAHERLQQQQQQEGAGAGELSLGLAGVQLGIDAAG
PGSHSQRDSVLLASVAADAMDDFMSSLRRTHAMPSFGSSSSRAGSALGPGVVGGLGGGAGGGGHSSARSLVRHASHTEAH
SPYAAAMAGSPGLGAELPIGPRGSSRSFVGVPPLRPVEPEHRTSSASGTYGRRQHAGAATRDGGGGASPRAGASPRTRGA
GGPGGGLSGLAGLDDEGGLLVSSSLDDTLSSFMVARARSTLGPGGNGTGVGVGADGGLELKFTSIASNPVFNRPYTLDMS
LG                                                                              
>Crei_XP_001695379                                                              
MRVGAAPAAIASIPTLTCEASSMLVGQTCCICLGAFEAGDVLKSIQCVHYHHAACLDEWLAIKACCPLCKAVLPG     
>Crei_XP_001694582                                                              
MKRDKDSKAKADRHALLAAAALQDHLARRLRMPGGPAVQPSLEPGAPMTLAQHLGLIPRPPPLLTDDQWTEVHLRSRLRQ
DSANECVICREEFQTGAQVLLSCSHTFHRHCLASFERYSRAKTCPLCRAEQYQKRPITDGQQLYTHNIQAAWRGHAARRV
YRELQRRHPPKDERLRKKWAAERLQEENDRLLSEMEDEVGDLDSLFAELDASVAKSREDCPICLGHISRRGNEGIRAGER
RHALLPRVPQRVPPALLHLRAKVPPAGVGQRVNHDLLVLLISRAFARLFFIAEWY                         
>Crei_XP_001694472                                                              
MAPKKRKAAVETVDLAEDSGDDYVPTPKQPKRRRAASSAAGADDAPKKGGRKKASAAAQEEAGGSGAAATSAAAAAVVAA
AAAAAGGAGVFGSQPAAAGGRKAPKSKKQSARDDARLDARVDAAGRAVSFRPTANQDVRDRIARAMPGSAHRMFLVESRQ
VAAADAPGGPEQEFHVLGATGNVYVVHIGTQPACTCPDFAKRAGLCKHILFVMLRVLRQDRLDPVIWQRALTIREAQRVL
SVFNGGGAGGAGVVDQSVLANERLRKRYADIVHGGAAGGEGAGEEAGGAAGKKGVQRPVEGDCPICCEEMHAGGPAKEAV
TFCGLCGNNMHKECFGRWAASKRSNRQPVTCVYCRANWQEGGGAAGGGAAAAGGGTPGGADGQYVNLSQFSDDHRRGASL
TDLYGTGAYFMMANAGQMSRREAARMYAAERGWE                                              
>Crei_XP_001694228                                                              
QAILDAYQCLLHLTGALVVDALFGAFASVAFLQFLLFAVFEMRQTLLVWRAQRAAANPAAAAATDYWSVRRDMSAVYTRF



YGLLLLGLFLLFQLQSHVWVLALLLHSWWLPQIVHSAVTDTRPPLKAEYLWGITALRAVSPLYFWGCPANLLRITTRPGL
CLALCVWLAAQAALVAAQIKWGPRVFVPKAFLPQRYDYHRAATRREMGLDDGTECVICMNPVALLPPRCRMVTPCGHFFH
EPCLSRWIAVNSTCPTCRRPLPPP                                                        
>Crei_XP_001691830                                                              
MVSSLLQTALFLWKKRHRKSYELVTLLGLWLMPAIFSVHLRFWRFLLIWAIFSSITARLLLACSRKKMSRTTPRQVYTFF
LGIYKASKIVGVTGYCMVLAELFGMGPLLHLLLPKDLPIDLVWYGLYFGILGRDCAQVATDTLSARLGMEGRQLVTRVNN
CGICGNELCDEVQLPGERTVQLSCKHCFHDLCVRGWTMVGKKDTCPQCGEKVDLRSLLADRPWETHNITWIQMMDGIRYL
VVWNPIIFTVL                                                                     
>Crei_XP_001690967                                                              
MDLEQGQWQRPRRARTSSTGANGANGATHAGHAALLSVPPMLGRLILGTCIAFLILGVLPASFVFWLCLMLLAFTCLRIR
LQAQQLQQALEQTQEEQAVERLAGPLAAGGRLQLGGGGGSAFVRLIPGGGGLLLLHTDPRAALERINAQLQALDEEVGAA
GVAADYDALLRLGRTGPLHPAAILHGAGLARVAAAVAAPPPLSDEDIAALPSYPYKAPRASSSSSGPDAASPHRQKDPQP
HAAPADLLPEQPSSGALVSLASGEAPAALSSGASLRRSGSGLSPRHVAAQQARLPAESAGLSVTAGGGSTAAAHTTASGC
GGHEGLTCSVCLDQVGDGQMVTTLPCLHQFHSACINPWLRHKGLHASCPLCKTPVFR                       
>Crei_XP_001690518                                                              
MTPQQMAALSVHELKALLHGRGLEPVKCLEKGELVRQLLEHGGSSADSCSICCEEYAQQAAGEHAVPANSGCRATGGIAS
DAAAEAEDDAPVVLRVLRCGHRFHVECVDKWFLSATDYTREPACPLCNAPLILPLRQ                       
>Crei_XP_001690515                                                              
MDLGVGTSSGGLQEDDVALAKLLQEQERALYILGRGGREETAHEDLTDEELARRLQEEEDQATYQAMAGYGSYGLDEVLH
EGEGTGTGSEPEQSAMELTYEDMLALGDLAGKVSKGLPPEVLARLQVEAVGNLRSSAGAIILDRCCICQVEFEDSDPATT
LPCRHCYHSECVRQWLQQSKACPVCGKEVE                                                  
>Crei_XP_001689780                                                              
MAGAVDAVDLAAEETPPPRKRLRAEQPPPKEVLSLVDSDDDLGSPKMAARDAEVARVPERYAAGRLWGALGAGAGGAAPG
PGAAAGAAAAAAAQADGLGGLARPLYRPPSARFRRAGGTAAARLAGGGQQGDQSAASGPSVIDVADDDDSNDQQALEMEA
RPQAALLGRSGPIMHHELLRRHPGVATNDAAGGDEADSGPAPAGGGSPQQEQQQHPNARLRQRLVLPRPREARGAPGLDA
GGVLVAGAAGADGRQQRPRRTALLSGGIGAAGGGGAAAAAAVVDAAVGAGQEVGDDSDVPLRERLALRQAAAMRNSVQQA
AAQPHGGGAGGEGASRPNEHMSAWARLAQRRLPEQYVGARARWAAAAAERAGAAVAGGSGAAGSRSVAAAGAAGDQEEED
MRMAARLQAEEDERLARETARRMEQEEHRRMMLQQYQQQRVRRHRLSSLRRRLAPVHGSRALHDILPMMAMGLHRGFMGM
GPAEDDDDDGDGPGVNPLQPPHPGHPGAYRRGRHAAYREQARAMREQMVAAQRAGIPAHLLLGDRDFTPEDYEMLCRLDE
RVENRKGAKEEQLAALPTEVLTADNPRRRSDGAPATCAVCMEDLVAGETVKRIPCAHEFHENCIDQWLRTKANCPICQPQ
VVKDYIKPATARKKTNYVDCLRQGWLDPRYAPRCCQQGGVMQDRPGSPAAFGHVTHFASYSWTYKFGELVGLLEGHYAGL
AETKSGRLFVPVYYWVDILAVTQHFTGDFKDHPDSDFPGVIKDSTSVLFTMHPWRSPVAPTRVWCLFEALTALQSGVSLD
VVLDMGASRDVSTRSLMTIVSSIDVRASQATVPADRIYLLGCIEAGPGASAFNNVMRKALMANLLKAMANKCTEMEDMRG
LAELMKLGACRRPDGVLDVPASLPYASTTDVVSLLDGLTAATCPRGLVLAGYLHCLLDFPEEDPETGACPVTSTSSPHGS
FRAPVAGRRAGSITGAKMLATANSLANLAVDGGGGGGGMSRPTEVDAGVAGREELWYGLSLRTPLQLLCLHRSSLTLRDA
ARLKEALEHNTTLRTLQIIEPELDEDGRPGPRRPWRTRTVYDGYARECGRATPHAAGGHGLHLASGIHEDTPVGELIGAL
LEAALASSSLQRIAIIAPRTCLIENLAGLPGGSGSAVVSARDANGAGSAGAVGATGNSAPLLPLAASLLGAGVGSPKGAG
SGGSYSGGCSVFGGGPPPERGGSSIGGGLQGGLGSGNSLSGWLAGNSDSYLPNAASVGSASTHWGASGGPGSAVRELVVS
PVTLSPKATEQLATALAALPMLSGGAVDARKVPPRGWPGMTAPRDGDWWYVGDRLCYRYPDGWEPRPVVGGMQWVLDAAG
VRRRYAGQQRQRVVVARRHVDKERAGRCQYQPPVGLEALMPDLHTVLE                                
>Crei_XP_001689493                                                              
CPICLDQQLGSRCVRLPECRHAFCVACVATHLRTQLGAGAVDNMRCPDPACRRQLPHGALQQLLSAAEYDRWEALTLQRT
LDKMEDLVYCPRCRCEGPCLEDRDHCTLCPSCFYSFCSLCEEAWHPGRCERQRGMRHPHRGLAGEPSSSTKQCPCCSMAV
EKTEGCNKMTCAYCGVYWCWRC                                                          
>Vcar_XP_002958940                                                              
MSVFPAAFNGGGREGCPGCGSEFVEIVEQGTSSSRPAGSAGADSVQSTARNVQQGDAGVSTSGAGGSRAGGTARAPRIEV
HAMFHSSPGSENDMPLTFVDAISRFAPLSLPNGRQAFVLQVQDGALLSPFTMGIPLGLMKMVGPFPVPLPGVGDALAMNP
GDWVVGDDLDAVVTRVLDAYMPPRRATAPEVRDTLPRRRAAARAALAASAASFSRRHMAATSVPSSPAAVAAAPAVSGPT
ATLPAGPLAAVTPGGEPPGGRNGETQLERPLQQSGQQRGRVVVRLEPLELDDVARVAVAGPAVAAETRGDGCSGGVRLHM
VYEEDVAEAAAPSEGTEVALEAAGSSPPPPSAPPSGRSGAAAAAASDEAAGSAATACVAAVAAEDRGGGGGYASCQPGEL
CTVCHDAFEAGGEVVELPCRHCFHEDCIMPWLQEQNTCPVCRTRLGEGHAGSGISSYYSGGRPQQQAATSTHRPQPQSAS
SSDGRGPQTREERPAPRGGIPGAPAAAAGANFPLLNAFMPNAPGQTAGTDAGVLSAEERRVAEAVLEPLRTRFAPLQLTN
RPPVSMPLAAGPAAVAQPPPGLLSMFGNAAMLPLFGERAAAAAAAAAATRGSQARTGAAGGGGGGGGTGTSRHQGNGTSA
TATPLRGGFLNNQLLNLYGAVSSGTRVAAGPRTGGGDSGSGGTRSALRGGFFNNGGGAAATAASSSTAATAPPQPPPQRP
PRSGLGTSAPLSAAQPLPTARAATTAAAGTATPPQQPQPQPSPAATATADGRLMSGDVSDGIDMVAALSNPDLGSEAVLR
QLERTLAARDRAGWPRPNEAVLRSLQRHAMMAATRLVHTVPFGTPDPGLMRRVAALADRWLRQAVALQQDAATLAHQHRT
RRDNDNGDGASGGSASSRAATSLKEESEAANPASGPTDTGLDPLGSQPAAGSPASDAGAPLGAGDGNGGGDGAGVRSTTR
VRVARRGRVVVASPRRGPSMASTTTASAALAAVRPAGSSGAQRRSASLTRSAGAPAGGEGSGGAGGGTGTQGARSVSTSP
GAAVAGSAEGSHHGGGGGGSNGAGFNPLAAVVGGAGVGLRFLGGVAGGFLFRRGRGNGR                     
>Vcar_XP_002957405                                                              
MSLQGVEMNLRDPLASYRAQYNRSLLLFGQLTRRAQAVAAAAAPHVDTAMGLDPETASTVSASAERHRLISDNAGVSFQV
FVEWLADLMPFLLLLSWVFILEHAGVLLLILFLAGGTFHANADIRRLIALRREALVRTCISQALTVMLFTAASVLATLPD



TRLLRALTLRSTQTASAVDTLLLVLLADSVLRFGSLAPKLMVVAWFRSRGPGGSGAAAGADGGSGGSSSHLSGARRQRQQ
ARVLTAVERAVALYRTVLPGPVCRYGYLLHGGGFPPVLASLFCGFYVVLKASYVFAQTRLFALALKTATRRGALYGTYMG
RVDGGEEGGFSACPVCQDPVNTPVRLDCGHIFCEECILEWLERDRTCPMCRAQVF                         
>Vcar_XP_002956745                                                              
MGFTLARYVGLSILAASAVVYHAFATRQHFYRAAMYLSSSKIAVAAMGNLAFALALCTHQLVIKMFLGSLRDIEQEMIRE
RLSSAVMESLLALTIFREEFSTFFVAMFASLVFIKVMHWLVQDRVDYVEVTPTISLFGHLRIVSFMALLLALDTAFLQYT
IAGTIQSSGQSVMLLFAFEYVILASTIVRYALKYGMSMVDLAMDGNWTGKGTAVFYLELIADLLHLFVYATFFAIVFMHY
GLPLHLVRDLYSTFRNFRSRMHDFLRFRQVTARLDRFPDASADDLRRCDGVCIICREEMAQAGSNKRLFCGHVFHLHCLR
SWLERQQNCPTCRASVFRRPPAGQQQAQP                                                   
>Vcar_XP_002956239                                                              
CPVCTEMLQVGDEVQLLPCKHSYHATLGLTPWLEQNNSCPICRQELPADDPHYEACKEREA                   
>Vcar_XP_002955707                                                              
MSYHDPIIRPFTPFQPANLPNPPRRKAHMWLRDAHQLTSRGVSTGGSRAAPPGTSLRTQAADRAAGVGSGLPLHHLPVEL
ALSMSWDRMDRLGRGGSGSGSSGGGGIFLRPYTPGAASEGGRSTLPYDYEQLLSLDAGALQRVVRPEVIRGLPKRTAQRS
DASQQCHVCLERFTPGRTSITTLPCTHAFCSDCIRPWLASHTTCPVCRWTFPEGHTKLVAAAAEATAG            
>Vcar_XP_002954692                                                              
MDGGELLELHCPICYGEQGESGYSTLVCGHIFHEKCLSQSLRLRKECPSCRCPARPLDTGRRDANSQPKCPCKTGQPLRL
FHLQRPRSGADATSTPGHLSVGAVGSAVDSAILAAVEQRAAQRESRLREALQEERERAATLEAQLEAQLADIAKTQARVR
FGVGGVCLGPSFMVLGPIAMGCTEHMKVQSGIVPVLLFGGEKAERRKQRLAAQERDHKLATARLSEDKSRLEARERELAE
ELTRVRQALHGTRMDLEKARAAVYERDDAVMRLKREVAMQRARAGGSAALQPRELAELLGERKEDWQAVYSMKVEELRRA
GEVAAELRAEVTRARTDADSAVAAERLAGAERVKAVAQERDDAKRELMELEQQLRVHELGCGPESRPGVTDVRRNGTSAA
GEDVGGTAAVDDNDDDDGDEGDLEALALEAIGYFGSEEDEDDDDDGLEEVEGKKVRRAGGAEARDAAPHGRSGSAAGDSG
ADGGGGDNLADHNTPYDTVTAGDEAPPSKRQRHDGGGSSSDGAAVQEHGSGELIDDSEPVPLLPRAFSGLFAGPSSARPG
SRTVQQQQQQQQQGGGAARWSGGWRGGASGGGSGSSLLGEGPDGRGGTSRFPLTSSFGHNNSTRKVTSGKTAGRGGGGGV
VDEKEKVVTARTRLGTTSCTSGPEPRVVPLGGAEAARRAAVLAALRIHAGAVQVEGGLVAAVTQGTHALDKGTPKSF   
>Vcar_XP_002953778                                                              
MEWADLGTNRPLSVPNKEPPLFTIVNVLVMKFRAVKVSRTVTIPYTHSKDGFRQYIFRQDRFHCILLTKYVKKMCRALSK
ATRHDYNETDARLYEAQLAACSNPSTTGFTGKAGLVESDREPCSDTVLKAICNLERATSLAAQLREYEVLTYCAIGLAEL
QISRRDLAAASATFDGCVTSCAAIADAPLRASLLQRVLPKSMEVCNMQGRTADSFTRLRLLNTVLSLDGRSVTEECPICG
EAFTGSRACLAFGCGHSFHRDCCDGWLGRKMFTCGSFRAECPVCAQVDWSLKPTPAATRALEEYRQACGGTGSTSGSNGG
CHGRGFIGDNGTAAGAGSTSSDRSGNSSSSTGSSGSSMMPDRYTLSAGSDVESESSSCSGSPDGSDWESEDEDEDCAESN
MR                                                                              
>Vcar_XP_002953329                                                              
MVIGLPKSYAYPCLTIPRSRNLVRLLPGDSWTFQDASTLWNTIPSELALFVLLNFFVSALAMTAVLVAALFLGRLSATEF
QRLSHRLIKYAVFKMVFLGSIISPDPRDFAVWLAWFAVVGYLRVFLGAAKDRLESLMSSPGAQLGRHARGVCLLLLVLLC
NGLAFAMVMKLLAGQSLARLLLCAFDSAVVTIEGLKTLLRYVVNMVDRYQSMSGFNAAAAAAAVAGAGAAPPAAVGDNDE
DLPTAAAAAAVMNTAGGGGGWDLGWPGKGNFLYHAELVADVLVHAVTLAHYLHVWVMHGLSFHFIDAMLFLDMRTVLLSL
LRRLRSHLSYRAATQRLNTTFRDVHPSALVAAGGGATIDCTICMDEIVHVAKQLPCGHVFHLSCLRAWLQQSGSESFTCP
NCRKPILVGEPGGGGGGGRSDGGGGQRRQWESDWWIVRMWDRLYLRLVVALEPLLLTLLISSSSSSRPPLHLVDIALADL
RVILNMAILLHRLLLTFSCCSITLWLGGRTQARRRSARPPSSPREGFGESPWPAAAAAAAAGPSRGRRQGRRRRSALTPA
EDSSLEYLDLGDDVAAAAHDLYDDLYDDGDDEVVEAEEGDDVDEADNGNDGGDGGDGANYGGEEDAREREGGLQRGANGE
DRDSDAAGWRGGCCGAAGDMCAAVGAGPLAAASGPSRELPAAMWAAVRSIIIIVTGEASKVANSVAGLVAETGPGGVGLL
AELGHHVQAPPCDDGVMAAAVARQLGRTISASLRSTFTAAGSEIPRWPLVVVVMVAVVMAPARVLWPGLIAPMVRRAVRP
PGGAAPYPRRGAAGASGDSGRSGSRQAGGTPVQVAALQERLLVSSTSGTLLPWQHLHSFVVRLSHPMHIRSNNDRLKRID
VHTNKNGCDATSFEVIINQLDNEDANELGTLTHPALLRAVRS                                      
>Vcar_XP_002952187                                                              
MDTSVYSAKEAAAAKEAAVPAAVTAATAAPPVVRKDTAKVSNVTDVVVAETGSTVDVGAAAAAAAAPPPSQPASNGPASQ
SEAEAASGGEVCSICLCEFEDGDRIKYLPCKHFYHVACIDQWLGRDITCPLCK                           
>Vcar_XP_002951621                                                              
MNEYKFVQIVALTALATPAVPKGHRPLTDSPATSALPALVNASPPAKGHASWASLLGAPAPPAKQTAVPAAPAGPAAAAA
LLPQTASVSIGCDELCCLALPSDMTIADFCTFLGAHLLRLRRMRVLRRQVGQVATALASASASAGITATAPAASAPSGLP
GSRSGRSSSAGGSTSRSTSGGGSGSGVEADSDPRVAGPRRLSQNGQQATAASAPLLPSGSEASDPLQCHRRNEGGDGPPP
APAPAAAAPQVARTEAGAAAPGGGGGGDGGEAQRQTLVCMVLMRMESPEAADELYNDLNGKPFSSLEPDIVCRLVHVRHV
EVTSGGCRHAPGAAAAAAAAAAADAEGATPPPMPPPPGQTELPSCPVCLERLDEHVSGIVTTVCNHMFHSECLQKWADTT
CPVCRYCVRGAANTSRCGVCATAVDLWICLVCGHVGCGRYRAGHAADHWRTSGHCYALELETQRVWDYVGDNYVHRLIQS
KTDGKLATLDADHRCAQAGAAADKARADAAAAQAVAREEGRRRQVAERRTTETTEALRTVRQEADFLRSLNETLLANQKD
FKQQLAAEKARADAAQAAVKELQEQVRDLAFFIEAQRAINDAAGGELKEGTVLPLPQNSAARGVRAGTSGSSNRAGMRGG
GSEAANYVAANFVRILNSFLPAKAPSMTNAKGTTVTAAIIIGYLLTVANLGDSSAVLDTGCSILELTGSHRIQSNPDEQA
RLRAAGCTLAPLGFHLQGPARQGDLDAGPEVVPLPHIRQDDASIIVIDLLPSETTSWPTVALKTNPKPEKSGGLFACFRP
ELDEPDSRDLHTSAPGHLAFMADLDSLRVYPQMRGALQRSQIQHLATALNNAVGVGVSVKSPFDYTMHGAQKVALYRGYL
SGDTSTSNGGGSIGGGGMGGSVAMPRTNSSTAVAEVASEGANMSNHSIQSLEPPSGLLKGVGSLGIGMGLGTFSAGATSD
YESPVVAFSSSAGGSVGRGNAHALSAMS                                                    



>Vcar_XP_002951614                                                              
MRSMRYKGDAAEAAENFARSLHDRWGVGDARCNNGVLLLISTDDRQIFISVGSGATSRLTYDGLGDIISDVRPSLKDRRY
GEAVERAVVDIGLALAGRPVEPEGSEGRWWDELLGLGIFASIVGGFIFVAARTESRKRKRYQDDDVGDEVRKPLLSQGIE
GGTAGASAGSYPGGQPPSAPPLPEQPSAEAQQQQQQQQQQRRPLVLPCGHAFCELCITQWLEQKKVTCPICRKPFDEDDS
SPAPNDARDTPLPRPPLPVRADPANRTTPNSGSGAGPSSSSYFGPPWPPCSADDEPYSYVSPSYSSGMGTVPRLRLRWGS
RRQPVRMHEDLLLAEMLFRLRQLQRQHPDYISTGMLHSWEQDLQNGREFSSQQLRQFQLNDPAMRREMASSGSSGTGVRF
GGGSSRGGGGRGGSW                                                                 
>Vcar_XP_002950941                                                              
MALAPMLRPEFSPSRELLHLVYFSDFEYLASVELIEDLELRNTVSAVSFFICMICHSAATRCRRQRRKGSCAGVRQPPER
RRTQDRTPENPFSGNRWASVPAWLVVHVRQYTPPLGPDAAAPAERSSKCTTRLTAPLLVPLRKEHVKGSSSAAKELTSAV
LRALQTYRIAGAPAPAQSSIVVLLGNRSTLAERLSPTNRLCWGPSGARMDTWDFDDDNMVQMTVVLPHNLPASCYRVDEM
RTPAVDRSASQEAMRESDANMADARHRAALIKSQKDKYSMGAMPRQGACMVATDVALRPLSSRPGADAREGELFIKVFTW
TTNALGRNSLFLPWDDWPSTGKRQEAMNARFPLAKTMELLITCDPDEPHDQATGTAAAGAAAAAAAAAASAAGPSKPHAF
ASAANTSSSLGAAAGGGGGPQAEQLRQRVLSERRRAVQMVEGIKKLWGDQLDRSIEKLLDFMQSGERPAVQQPPGLTVTM
RPYQLQSLAFMLEIERLVDRPTANGAEGGAGPSTSSAPAATGQAAAAAAAAASSLVDPADAPDGGCPGGYRRLFWLPVTN
AQGKRYWYSPVFERLTRVVPAQSTGGFLAEEMGLGKTVEVMALILANPPAPSVVAGRELSCGRIVSRATLVVCAVSLVGQ
WQMEAASKTTRAIRIHPYHGPSRIRDPMRLATEFDVVVTTYQTLQSDHAGGSKDPCQQIRWHRIVFDEGHTLRSVASKMY
KAAIELVADRRWICTGTPINNAVEDLQGQFGAIHLTPLGKKTYFDSHVKLPYHQVWTPLLYVLRHTMIRHTKGQNLGGEG
VLQLPDKTETDVPVYLTAQEQELYRKVHGEAQLGWQKLKVSVVSRLVKCKKRTDRRMLDPVIPRILQLVVNEAQEEEVVA
AVSGWPAGGCWPGTWRFQILSASRPWQASIRAKNQPTVNGGSGGGGGGGGGGGGADAEAESTEVPIPADIAECPICVDTL
DQPVVTQCRHWFCRECIIGWINASAHHDCPACRQPVTVVSLRRGCVSARRAAAQGGTSNEDEATSGSDEVGIPCESKLRM
LLAELRAMRAADPTAKALVFTQFGQTLDWLKPKLVAEGFGHSTITGHPCDMTQKKRTEAIDSFQRNPKTCVFLLSMRSGA
VGINLTAANYVFLLEPCMNPAMEEHGSHTATLKSARLPRHIVFRAIGRAWRMGQQRPVVVKRFFVKVSPGSVEERVMEVV
KTRRLAGNGAGASTSNASPSLLLLGNGHHDSHGAAAAAVVGSLRQDRTDLRLNELEMLFRDPDFPPPVPAGGGGGGGAAA
AANS                                                                            
>Vcar_XP_002950384                                                              
MPYTYGKGKWGGGDATAAGTAVGSAGGEEEEERERALVAHLAWRLADGTGTCTVCLGGFVTGEELRLLPGCGHVFHRCCI
DRWLSTSATCPNCRTIVMPAWVVEMVLELAAARQRRGSGSPAVGGAGSGL                              
>Vcar_XP_002950146                                                              
MSSATAHLVPISAHVSSSVCVATQACFPPINFIYGHFHNSIRAELHLLADRVRSLEVPAEGVELMLSDLRERYKFLEQVY
KYHSTVEDEVLYPALDAKVRNVTLAYSIEHQDEEILFEQLSQLLTTALEESESKRKGTIRALICKVEEIHTTLRKHLAKE
EEQLLPLLLQHFSFAEQAELVAQFLYSIPLETVERVLSQLKPRIPRDEQEHLLVEIRNVIPDNLLSQLLMTWLRPAAEMN
LPHTNVSRQERPADFVCCGNRSACMYMSSSRALPAAMMPDSDRATNTSHPASSSSSSGAARRAPLQDIIHFHRIICSSLA
DFAREARALQLGRDVTAAHLSALLERHRFLRSVYVFHSISEEEVLFPEVQRLAANVGGRAAHQCEKDHQAELSSFEDLGR
MLADVRSFARRGRKVASMLEKLCCSAEAVHASIQHHMQREETDVFPLLEMHLCEAQQRMLVYRTIRAMPLRLLERVMPWV
VSGLDDVAAASLLSNIRLGAPPGDLPLVELLSRWARRGRPSTVPLGAPETGPRACIGPLAAPGEKRTAAAGAGACGMECD
SYGTYGLAEMELSTAPRALLRNQRRESQDGPTVGATPPSGACCVSKQRKLDDGQVAGGQCDCACDDGAGRGGSGGGYNPI
DHIFQFHKALRQELKQMEADAMRLEHLVLAWGIYRAHSKSEDEIVFPALEAKQALRNVSHAYTLDHRQEEQLLPDAMPPD
KSPTSTNIAFYHSNGPSSRRQAIDQFRAVDLLKPGHEEELSRQVMGVRRMCAAIRASLETHIRSEESELWPLFTEHFSRE
EQQYLVGVIIGRTGAQVLQALLPWVSETFSEEERDAMMDSLRAATRNTMFDQWLEAVQGGAGADGSSAGGPSNAPSAGTS
SHGQGAVADNTSFRPGWEDIFRMNQQQLEAAIHRVSNDPSLEPERKAYLMQNIMVSKYIVAQQRRMAKCPAVDAIIHRTC
HDAAAGILGCQHYQRKCQLVAPCCGKIFTCRLCHDAASDHRMDRYAVTEMRCMMCGTRQPVGAVCRCCSTTMARYVCNIC
HLFDDEPGKDIYHCPFCNVCRRGRGLGVDFFHCMNCNACMSLTLFSSHKCREKCIEGNCPVCHEALFDSSQPIKELPCGH
FMHSSCFLTYTRYNYTCPLCCKSVGDMSVYFQMLDSLLASERLPPEYSGRMQQVLCNDCGKMGFAPFHFVYHSCPHCRSY
NTRVL                                                                           
>Vcar_XP_002949978                                                              
MRSSSRQALKPPSGGGGRFSVRASPSSPEVVATLEVEDGAVLELVVKLPACMPLRAPEVECRRKVGLNEARLRKWLLSIA
SFLRYQNGSVADAIALWKRNIDSEFEGVEACLICYSVFSSVGGQLPRLVCRTCNVRFHPACLYKWFKSAGKSQCPHCQAL
W                                                                               
>Vcar_XP_002949777                                                              
MDRNDPANRGVKEYGCEHYRRRAMIVAPCCDKPFWCRHCHNAACNDNEVDPKKRHVLDRKASGFALLSVVCGLCGLRQDK
ASTCTGCGVAFGRYTCLLCSFFDDDLSKECFHCQDCGICRVGGRQNFFHCRTCNCCYSLSLRDQHVCIENSMHANCPVCC
EFLFDSIKPIIIMQCGHTIHQECLRSLAEHSTYTCPVCMKSILTAAAMERVWLGLDEAVQATPMPPEYANLKVGILCNDC
TARSSVNFHVLGHKCKECGSYNTRRT                                                      
>Vcar_XP_002948873                                                              
CPVCTEVLQVGDEVQLLPCKHSYHATCLAPWLEQNNSCPICRQELPTDDPHYEARKEREAAEARERAGAANALSHNEFAY
I                                                                               
>Vcar_XP_002948860                                                              
MFLVAPALVVAAVAAAALLVRSGGAAALVRCWRVMLAATACVLSVLMLDDTLRAHVAVGRYFLATLRASTACLVGFCGLV
GLLGPPESGGFSSDQTREWLQALGLAAGVATSGVGGGTLLLAAMTLHNPNNNSSNSGDGDATMMVMIDWLSLTLYGILLL
LVAAGCLSRLLEVQVPLLELWVQGLRMLMRQMRVSDPCQCQADRDVTWLLVKGADWAAATARMLWRALRRSLGRVTALLQ
RGREHHHMRDAATASSNMKPSLHPAYTLTPANLLNTPLRPSCSWCDLLVGVKGLLQPLLRGFAAGLRVLGSGLRAACFAA



ASMFLREAVTARAVLPYGAAGAVAAVIAALMAGKTMRKSRFEALSCLGAVLERYAAAAYIHLDLGLSKPAARVLRNAMAA
AVLTAQLLAATGRQALALLAVPLAAVLTASLTVAAWFWRRVGRVLYPWVAAAWRCGCAAATTIWSHPEWSLVLAAVVLAA
SYGAHAAQLPAAAGRLAAAWGAAAGDRCLSRFVFPLLHRLAGLTGRAAVLLGPGFMAVSAQAAAVANAVTGWGRRCGSGT
DLILLFRSESFAVAFLGLNLLHALALKGWAVPVLEAQGPAGREAVLPVISFLARSSGKVALGPMYLTAAASLLTGSQSGL
GGGMAAHMAALTVPVLWALYLAALWLEGVRRLSYDPRNSNNSEFGRVVQAVRYTGATHVISTSATQGRRTTAALATGMTT
APHSATTLAALVMVTAAARHAAPAGPVPAPTTAGGTADSDQKRHAYARLREEIRAQVPPGNIFNTDMCAVCFEALHSHNT
GPDVGDASSSDPTSSTGRLQQQRQQQIRSASGGWRGVRQVPREGLGTTGASSGGVGGRFATGSAPGQNSWPGDEVATGRE
ESAQGRLVLRCGHSFHEWCVLEWLLRSPRCPMCREPAVGASRHINMLF                                
>Vcar_XP_002948573                                                              
MREQILAAQRAGIPAHLLLSDRDFTPEDYELLCRLDEQVENRKGAKDEQLAALPTEVVGAEGRRRSDGVPSTCIICMEEI
APGDVLKRLPCLHDFHGDCVDTWLRTKACCPVCQRGLDPST                                       
>Vcar_XP_002948009                                                              
CAAAGPPGLTCPVCLDAVAEGSTVMTLPCLHQFHAACVTPWLRQQGLYATCPMCK                         
>Vcar_XP_002947746                                                              
MKRDKHKSQADRHALLAAAALQDHMARRLRMPGGPVAQPSLQPGAPMTLAQHLGLIPRPPPLLTEDQWTEVHLRSRLRQD
SSYECVICREEFQAGAQVLLSCSHTFHRHCLASFERFSGSKSCPLCRAQQYQKKLIRDGEEIFRGKCATRIQAAWRGFVA
RRGYLEYRRHHPPRDEQLKKKWAAKRLQEENDRLLSAMDDEVGDLDDLFAELDASVAQSRAVCDAALRPLAARLQQGLIR
EAVSEVEAELPPAAVAAAAAAAGGSGRSATAASSRVGLVSEQGGRAAERFGLAAAEEEEEEEEGDCASSSSSLSSSPSRS
RRRGLPLLESGLVAPALAHTARTTRSEATGAAGSTAVEAEATGRADTSNTATATATATAAAASTALMYRSAAPSAAVAVT
EAAAAARGRPATAAEVDWDAVVARARARGLLDCPICLGDISRRGNEGIAWLSCTHCFHLDCIMAFEAFELASGGALSCPV
CRSGYRRRCFAAT                                                                   
>Vcar_XP_002947609                                                              
MLYRLPSLLLNKTNQHRVNRLDVEKPKHFLVYSPLQIHLLQAMAPKRKKAQSIIDISLGSDSDDSLEDKKRRRASSTRRK
PVASAADAEEALASSRDGGGEHPTSQCPSTGNADAPRGGKRKTKKAEAPEKEHRVDCMGRIAKYRSTPSREVYARIQRAM
PGSAHRMFLVDSKQLSAPGSSDGPAQEFHVLGATGNVYTVVISRSPSCSCPDFAKGHLCKHVLFVMLRVLRQSPDNPVIW
QKGLLTREVEEVLGPLAAAGSGTAAVDQSVLATELVRQRYAAVAGGSSSSGAAGAASGGGGVQRPVEGDCPICYEAMVAP
SGGGRGAEANTFCMSCGNNMHKTCFDRWASSKRSSGQVVTCVYCRAAWGPPGASFVRGGAAGDTAAGSAGGSAGEYVNLS
QYSDAHRNAPSLEELYGANAYFIRANNGDMSRREAARLHAAARGLA                                  
>Vcar_XP_002947166                                                              
MKKSLGRALGDMSLEKFWDKEGEYCDTEGFEDTALDKTSANASANKGSKVDISEVCAICLNTIELEDLAIIKGCEHEYCV
NCILQWATCKEAPWCPQCKKPFNYLYCHRLLDGTLSDMPVEESVCLMKRASWFVEYVKTMEKGKAISGSMAEEEIPAEWA
DPYQYYDDEEDEYDEDEQIEKYYFSSAAGRARVVLGNRRLGENGYMRAGRMYARPTTNGNTSQASGSASGGIGKPGKGRA
AGGKLGPRGSGIDDAGEGPSSSQAGAGHERPGPQGQAKRPPCRR                                    
>Vcar_XP_002946544                                                              
MKVRKQNGPANAGQEAIVEAVDGAERGPSLEDEEQEEEEAERSAMQLSYEDMLALGELAGKVDKGLSAEALSRLPVVRVC
ALRGDSGVVSLNRCCICQLEFEEAEDATPLSCRHCYHSDCVRQWLQQSKACPICGKEVEAV                   
>Vcar_XP_002945907                                                              
MAERVSPWRPKPSQEVVDLLHQLSPVGANGTCKELCMHTVFVMVKVLRVPVSNPLLWQLSLSDRELEEVLRCGTQPERPP
QEAAKAKPAAEKTPAGQVKRRDVDEEEPCPICYEDMLGQDLDNLVWCRFGCGRNVHGKCMGVWMEHQVQSLGKELTCPLC
RSEWGEFKWRPPPPKRKAREERKDVHYGTHCGACKKPSIGPGGAIAGVPTSPRHGNAAAASGAHMGQRTHSHTHLSDIAG
GITSPRGGGGGSGSGDGEAHAEAEGAGQAAGEMRRASASGVAGGGGGNGSSTARDALVIGAAGQQLQQQQQHTAAAARQA
GGGGGAAAAGARHPVRGTTIARAGAGPRITAEEPPSLEARLAAQRRPLLAVEGLTVGPGGAAAAQGGQAGPPHDLSDMLV
RRAALGQPSRPVLVRRARSTVTHDRSTGEGSGGAGDLNLGLAGVPLNAGGERSLHGEAAGPGYVGRGLRRKPEPGPGGVQ
RGPGKSGGFQRHKTTSVKLQPLTSGAVAWVQGGGAPMQSGGPPAAGQPPELVLQGRVVLHGEVASPGPVGVRCRGPPPRY
IPPPENQQPPGLRRTHSAGPQGPMTLAVTARSMAPHPLTPETPSPVPLPPAAHPPPAASLPGNLQGGGGGPYGPAPYGNE
TYGGAIQYDDNVLMAFTHHIPGPGSSFRHELEANGWLVQEERDGVWGVGSDGEDGAEEDPLEEEFPRGPPSPAQRLFSSR
PNTVPSELVSDLYGEPGAMSRCLSHSHSFTLSTSGRRCSRLGLTLSRGGGASAKLRDSLEDSSSPLAPAAPPMVLSSPRT
SRASARLALGSAGGGGGCVGVGDVGRDSVLLASVRMDAVDDWMDSLRRQQRLSRDGGTSTSHSCSGVPPGSSPRVLPVEE
SLFAASVTSSITGGAALAAIARLSVANASATGEEPSGAVQGEAAVALSASFEDTLSAFMVEQQTAINPSPSKPDRDEIDF
TTYANPVFNRPYTLDMSFQ                                                             
>Vcar_XP_002945758                                                              
MVHHLAFPGAVCLGKTKVLCKYHMSGVCRFGADCAFSHDLTDLPNLVCKYYLAGCCAYGNRCRSLLDTNAVGTDGEGGGA
GASGGTSSRRSGIGVTVHDSWEDAAAALAEEAPPGLLQEQELAAAAATGTRPPVLQGGSSGGGGGGHSRWAAAQHPWELA
ATPGGGGISGRGTAAAVDPVDPADVDLCPGFSLHGRCAQGEDCELIHGLQCEICHKFRINPYNPEAAEEHRSTCRLRHER
LEARLRSASVECGICLELVLSKPSVSERRFGLLTSCDHAFCLACIRSWRGRTDDATLATDTAVRTCPICRTPSHFVTPSL
VWPASSEEKAGIVSAYKDRLASIDCKHFNFGEGSCPFSTSCFYRHMYKDGRLEEPVLRRAGNADGDIRVVMPLRLSAFLD
TPQALRLLSRRRYPKEVEEAEDTP                                                        
>Cvar_EFN60184                                                                  
MAQHGGDAGDEVFSPAAYLQTVLRSGSGVFSPHVLDSGELWAAAAAGHPLGWGVYALLGWLAWLLLQAPWRALVRALQRR
AGFGGGGGVPALLPLRRPLTPLLRTYLYGTSAALLWMLHLNPKEFQSWEDVYFFCGEQYQNCSSTFRWNSRGWMQALVLW
NFVLSSALLVQKFVIAWGLGGLLPGEEVVTRESFISIAWRLVPYWMNQWEQQWGAECSSMLFELPHFALELLVVLPCIMC
GRLRVMAQPHVREPAAAAGPPHAAPGPAAAPAPAAADADAAVGGGWVPDVMACRWRRAPDQRRLMPRLRANSRAMAVAAL



ILAVAATNSLVVPLALESQPASSKRADQILRFSKELSFLVTTGRHADTALWYQRVAAAAAAAAATQPPQQEHAEGVAAGQ
LPWVAAAAGNQSSDAKDAEGAAAPAPAPAAAPSGSVSGYGGGDGGGGGAEGAAGYLAAALEGSSNSSRLDAKLAVWSTLW
QPLLPQHWLRAVLAADVSEVAALNPAYLSALQFAEHGESAALSQQLHAAANDPRAAAAAAAALRRHREGAGAPALPAGGG
DATVQLLLMSAMVAGIDAKQAPLRLKSAAAAEGGGAGPEAAALLGDLTWLRQQQRMYATKTELPGGAGGTAALDGNATWL
QQQLMAPVYRLLHKHCVELERMRSADHHRLIPLVEISLAIMRLSCERFFSLLAVFLGFLLYRDPPRYAQRLIRAVAAIAA
VFQLLVLYSFPAICWAYGAGALFSSFVSLVFWTGPLVRTVERMRNAATSVQPQQWRAATAAEVERMAGQCAICWGDMPAA
GAGGAGGRHSRRPSAAEQAAAAAGSPVGPAAEAQAGAAPVAVPEGPPAAAPAAAAAAPAAAGEPGAAAAAGPTSAAAALP
CGHAFHRDCLQQWLQQCYAQGRGATCPMCQASVALRVRYHMPWHRGPPDGQDGEGGDAAAAAAAAEGIPGIQALVRALQD
DFRARFEPMLDVAAAGAELGAPFFRIAHAWPAQDAVLPPPPQAAPLEDAPQQGQGQGPVAAGAVPGAAPPEAPPAAAPAP
GAAVGVPAAAAGVPAVGGAALEVSAQEGVERMGAGSAQAAPQEGAPLPLLPLQLEHDPQQQQQEEEKEEGPQQQTGRRPA
PEPAALAGRQQEQQQGRRRGLLARLLRRRPRGGGAG                                            
>Cvar_EFN60173                                                                  
MALRAAIAGAAGLALGRASSRPHLQRAALTALAVAAVPVANFAITQLLRLAGSGGGARGGTGAGAQRAPGGPREQRRRQL
LRAAQRAADEAAAAGTMSAEERQLLHLVMQPAPSRTERVRTIARVLEWLQQVEADPAPRSRSTQLVSALVVYELNALVDV
MDYEELHQAFGGHPPAKGLAQAQVAALPAVQLSEEAIGGLHSATCCVVLPACTHAFHAACLDPWLLSKAVCPVCRAAVEA
PPPEAPAGEHAPQAAGAAAGQAPPAPASLAAGGAGAGR                                          
>Cvar_EFN60083                                                                  
MGATSHVLCKYYLHGACKFGAACAFSHSMADGESQVCKFYLRGECSYGDRCRYMHTKPDRAQPPTTWQSSCLSRGCAWAA
RLSTPTRRLLGGGAQQPGVWSLPEGGGGQPGWAAGGSHPSLRSLCMQWFSSGACGRGDRCQLVHGELCQHCHKHALHPTD
APARQQHLAECRLRHERLAARAASSAVECSICLEAVLSKAAPGERKFGLLTGCDHPFCLRCIRSWRQNTDGSVDIDTALR
TCPVCRTTSYYIVPSLVWPTSGEEKERILAGYKAKLSLIDCRYFNFGDGTCPFGTSCFYRHAYHDGRLEDKGLRKAADEE
GHIRVMQPVRLSDFIAASTAGQRLGRRR                                                    
>Cvar_EFN59284                                                                  
MSSDRERVQQVWLPSSGVWAAIPAQKGHRGAADEAEMPAAVAGSRQRASREKPPAKEPVAGHKRRQGSTDAAPDAAAGAA
PAASKPQKQRQQAAPSAAAVSAAAGGAASPPAYTGFKLQHGDEGEGSDVEDCEPPPTCPICLTDIVELADKAVVAPCMHV
FCHPCISLWLDRKRLCPLCKARVGSVFYDILPSGAHKERDVPPSPKLRSVGSDDAAAPYGGPLLQRLQDLLGGADLVDPY
EQQQQQGRRLVQPQPGSARGGYGGGGDGSAGGASARQRAGGAADSHQQQQQQQQAGAALAPRPYFWRLQQRLQAGAYRPE
GSGGGPAGWDALQGGEPGAQPVTEEDYVLLWRRQVYDQDLWAEPLGTDASRISLGSGGARERRLTGKRERRQRAAAFCVF
VVPDLWIDRELRALTGSEDVTILRGFVLGLVVAYGVEPYSSGSSSSGSSPGVAGTAHPGGGAVAARQAALRASRRAAEMV
AAAGGGGGGGGGGSGREGGGGGGALSSSPEEALRPFLYEHSAHFWHELRCFATAPYARSAYDRMVQYRRYEPAAQQAAQQ
AQPRQQARWPVRGVAAGHGGHVPRLVPHRQPVWRQQQQQQQQQQQQQQQDAGRPSRWDKGRPAAAAAVIVAASGAAQQPQ
QQPECSRRIEAAQVVCQGRGQGRPQLADAEVPRSRCQGQVDGGSGGSSSRNPSPPPLLPASGTHLDCPQQLQISPAPAPD
RGRSASRSPSGDAGQRQQRQRSRSRSSSRSQLRRRRRSRSRRRGRQERSAGRSLTRLDGRGRHHRRSRSRSRRYSTHERY
SPMQYRAGADDGGDRWGMC                                                             
>Cvar_EFN59096                                                                  
ACAICLCEWSKGDDVRELSACSHVFHVKCADTWLWRHQKCPMCRTPLAGE                              
>Cvar_EFN59040                                                                  
EFSEGDEVQVMPCCHSFHPPCLAPWLQTNNSCPTCRHELPTDDQKYENRKERERVEEEDRR                   
>Cvar_EFN58358                                                                  
MEPLPAGATVPKSANSGKRLHGELTQLDRFVGEHHAEAAHRRLLREQHRWDANAATAAAAGGEQALLSGGVALLWELLHT
LPDFRRKTLVVQHVVMFSEHVAQEAERKQQEAERRKQEQAAAKAAASAAGAEAGPAAEVEMVDVDAAGQQAGAVPPAADP
QQLLRQQEQEDSEALAALLHAAEGGQAFVGSSGWRGRVPGYVFKLGGSGLGYYRDAPPQVEAFLTLGRLHAAAAAVGRAL
HDHQRRLQRSAGPEAALFAALSLDAVEAKLESVKQQIALVRALKEQHIAERSAALKAALQEDLDAELADAARLPPLPAGG
SADKLQREVDGLRERAVALLHRMRYMQSRVSEARRLQSTASRPQGRARSQQPQPGQAEQQQPQAEQQPQAEQQPQLQLPQ
PGPQDAVGSEGAAPSSAAPIETGPAAEAGAEETAGPSSGPADQAAGMECPVCLSAVPAGSDIHVFSGCGHAFCPDCTAKL
VLQQGFCAVCRQKVTAKQVFRVVAGGASSGGKCDPEFEALGRVRPQGEWSAKVEALLRRLLHLAATAPAEKSLVFSQFPD
ALKMVAMALQTNAIRFVQLLGGRQAARRAVAAFRDDDEVRVFLLSHKAGAQGLTLVRASHVFLLEPALEPAIEQQAVARV
HRIGQQRPVVVTRLLVKESIEHRVLAVQEAKHALFAGADGAAEDTAELATTVEAPVRNETLGQEDVEGLLDAV       
>Cvar_EFN57292                                                                  
MEEEQLVHQFDDWDWDDKGKRPLSEEEEEEEEAAVQAAGGASGSGDGAGSSGAAGEEEEEAAPQSPRGSEPGDLTCAICL
GGIPLENMALVKGCDHMYCATCILHWALHKEEPWCPQCKQPFSYLLTYRSLDGGLNVSPVRDFPAEEPVCLLKRAPWFEE
HLRFVDRGSASLVEESRLADQMAWQEYAGDYDLGEDEEIESFYFSSAAGRARVVLGNRRYGEGGFISGGRRQARPVVERK
RSNKMGKAGEHAVVGTPPVPPAPANFRTPNAGGGRKARPGSAGTSSSTPVPFPTGAADFYGSSPGASGGAAIYGSSPSGS
GRRARRNARRAAMDAGLEAAEGSWGSRG                                                    
>Cvar_EFN57272                                                                  
MQLAISAAWDPPRLGAAGCRNRGKGQYGCSHYRRRVRFITPCCNEEWWCRHCHNKAKDTDEEDWQKKHELDRKAIQELVC
ALCNTRQQVAANCAACGVDFGAYSCLVCRFFDDELGKQPYHCAQCGICRIGGRDNYFHCATCGSCYAMQLKGNHQCVERA
MHQNCPICFEFLFESVDPTTVLRCGHTIHTQCVRLEASHNAVCPSCPICKKSLGDYGAHWRDIDARIALLPVPPEYRGWR
ADILCNDCSQSSSVSFHLLGLKCPACGSYNTRR                                               
>Cvar_EFN56760                                                                  
MYTIRVKAAPRQAASYAAVAAGSAADGGGASGSGQPSPSATPPPAGALAAAEAEEVDHVNFSAGNPRVEHMVGRVSLFRH
LPPPGASAAAGTPVAGQHPAAQQQQQQQQQQQTASVLRSEIEPAASSDLASPTAARQHPDLPPGRNAHLCILALPADMGF



AELCTFMGAYFQHVREVRLVRREGRGSVCLVLLRFGAQQAADDFYRDYNGRAFCMLEPEILCRLVYVKEVECQQAAEAGG
EAPAASAVSAATGLAQQQQQQQQQQGGGGSSGGLRAPPGTTELPTCPVCLERLDEHISGIVTTVCNHRFHNECLRQWGDT
SCPVCRYCQHSNATTSHCAVCSTSADLWICLICGHVGCGRYRGSHAAGHWQASGHGYALELETQRVWDYVNDSYVHRLIQ
SKTDGKLVEVPSPAQHNQAGCSGRPASRGPAAASECGSEQCYGDPEMEEAMVLSKLDALATEYNHLLVTQLESQRQYFEG
LLVRRAAEAEAEAAAAGAAAAAAKDVAAAARAAAAEADRRRRQAESKLADASGRLQRAEEERQFLRQLSDSLLANQKDFQ
ARPGASLMPRCRCCRCWRRWCCLALQALAPVAWCLALALARLARLVLLAAAGLGLALMTGSSLWAASYCVARLKAAEEKL
AQTAAEKDAAVRELQEQVCGAEGVPVGQVVRDLMVFLEARQTIEAAGAGGELDGGTLLPVPEAATQAAASQRRGPGADGR
RGKKR                                                                           
>Cvar_EFN56592                                                                  
MKRLGCGLLAAGVLLACSLLLPSCSAMVVMQTGNFSLEFPSLPADFGPPIPAEGVSGLLLVAQPEDACSELTPPEKAGAP
WVALIARSQQKDGCTFDIKASLFAWEGTRRWGGWFGCAAPASRLLVAHAEAAGAVAAVIYDDVFEPLILMAKDPRHPDPF
IPSAFVTQKSGILMKRLMVDGSTVVTLTPLSEALWLSMVMSAAAGFLAVNVVLGALWIIRRQHGGIVAGGGPGMRPQPRQ
GMTASEIRTLPVVVYEEPATAAGSAGAGDGSGSGRAPAPGGELEEAEEGQEQRQQLAGGSDSGSDSGRRGGGTRRVCAIC
LENYSHGDKLRVLPCQHRYHSCCIDQWLSSRRPVCPVCKADAHAAAGSLLESEGEEEGGGGPGPGPGADLEAGRLPQRSR
RRRRRRSGAATFLLGRLGTGWAALRAQFLGVPAAEGGGAAGVAAGAGEVAEQRQQLLDGSRTSSPSPIPAPAGQQQQRQQ
HQHQHQPESAATLANFPAFFPARAAGGGVESEIVPADAPDAAQPAAGAIGAADAAADAAARPPQLPSFATDSAASSPRGG
PRSHLVQSDSTEGSETESELE                                                           
>Cvar_EFN54864                                                                  
MARNSSLPSCALCTETLGTYGGPTTLPCGHNLCVHCTAYLQQRQAQCPLCRAEFPQDMPLAVNCELRELMRMAQALTATP
VEDDWQAVHSTARVDVGACKHSSSGGGGGCAPAHVGVLDVMDGSGSVMELDPQPWEPDSSSATCRGPGCNKPFSFLLRPR
HHCRSCGQLFCGACAADRLLLPPKFQLAEPQRVCAACRALLLPIQPLLAGSIAPAVRQPVHDVYDYSALRSLLNPPLTSR
LDTDIYTATNIVRAFRKVGSLPSEASIPPAILRGCAGLAILSVARAGAGWSFSVGSGLVVARAPGGGWSPPSAVLSLASA
VGWQVGVEVRDLVLVLRTRSALSAFCAAQLGVGGSVSLAAGPLGRAASATALANLAGGALVYSYSSTRGAFAGVALEGSL
LATRDSLNQQFYGRKVTARQLLLSGGVPPPPAAAALYATLDELLEQAGGAAPPPQFLSAAAGEERGEEPPPATAASAPPL
LMAHAAAVESEEEEEWEAEELPSAPQHQWGRQGGLGESPRGRSLYPALVACDDPHPYGSLFD                  
>Cvar_EFN54264                                                                  
MRQQQRQRSPQEEADDFRLAKRLQEEEDRRAAAAVDAESRLQRRFRELEAAEAAAEAEEAAAASERGWSGRGFFSGLFGG
LGGGAAAQRQRSSSAAAAAASAGGQAPPRAASQGQRSQRGRRGPAAEAEFASAMGHLMPPPYHAGGHGGRSAGYMGDLHS
HLMVGLSRGLPADLLLSGRDFTEADYEQLLALDQGNKKKVAPRDRVSQLDTVRVPLAGRGAEAACAGSPELDACSICLEE
ARPGDEFKVLPCRHAFHCRCIDRWLLSERNSCPVCQREAV                                        
>Cvar_EFN53942                                                                  
MLIYLNIGNLGGQGGGGWQIGPLITLLPILLTYGFPLLQSLLSMLFGFGSSNVFVYDGSSGGSGGVSSPSSVGSGGRSSS
SSSSSSDEGADTSLVSSTLVAFTSMVVSATLTVLLMRLVVAGRRNGFGVTLRRMFLEGFGGGWGQAAGRGGAQHGGRPAP
RTRSQRIEHVAKLMQGLPVESYRSREELERMSVAELKQLLKKRGVACEHCLEKRELVERGAEGGNSSAASCSICCEDYES
GDVLRVLPCGHRYHLECVDKWFLASTDYSRPPACPLCSAPLDGTGSSSSS                              
>Cvar_EFN52916                                                                  
TAAEVSLAQRLGLVPAPPPALSSDEWLAVHLASRLRQDSSGLCSICLAPFKAAAQVLLSCSHTFHATCLASFERFSREHT
GQARCCPLCRCQAYQKRRIADAELLWRHACAARIQAAWRGRLARRHFRALRRLLPPQHPALRRRWCAERLEEGSA     
>Cvar_EFN52596                                                                  
MSDRGRAGGVLVEPPAVQTEPPPISYLYTHLHDSIRLELDNLGQAVLQLQQTGNSGSAGLGAELAALQNRYHFLEQVYKY
HSSVVYPALDSKVRNVTLAYSVEHEDEEHLFEQLNQLLSRALGEPEGKEQLAVVRLLARKVEEIHTTLRKHLRKEEEQLL
PLLVAHFSTAEQAELVAQFLCSIPLSTVEQVLGWLKQQVPQAEQARLLVQLQQVVADRLLQQLLLAWLAPPEAADEPMAV
DGEERRQAGAAPPAATRQQGTGGGAAAAAPVAADGGWPGGRRFCGGQEEFECCREARGGTRGGGGAGAPCGGSRAAAGGC
RIDRDLEEAGQVPGNKPPLREIYYFHQAIRSALHSFAAEARALRAAEGRVTTSQLSALVERHRFIRAVCRFHSASEDEIV
FPVLRRVRAAAAAAQPAAAQRQQHDGLQQQQQQQAGGGAGGSTPRLHVEDDHDEEGAKLEELGRLLGAVKAHARRGAKEV
AALVCQLSEVADSLAKTMHRHMAREEAEVLPILTRSVCMAQQRHMVWRILRAMPLRLLERVMPWVAGRLREEDVREWLAN
IRSAAPRHEAPLVELLCQWARRGKLIMPAADGAGGTSASRRRSLDDPSFYPNQTCGPASFLSSMAISQQQQQQQRDGSGD
LEAAAGDDSQQQVGAAAAATAAAAPPPQLKRIRTEAGGGAEGGAPLGSGLLPLSPHGVLLPGLSPRFGRGSAGSSPTTDD
GSAGATRPIDHIFQFHKALRRELREIEASAVAFQAATEEATAWEFDAAIQELEAKFQFLRGIYRAHSKAEDEIVFPALEA
KETLHNVSHAYTLDHKEEEQYFDELAAVLAQIKAARELPELRQHAAQLSRMAEEQELWPLFAEHFSIAEQESLVGVIIGN
TGAEVLTTMLSWVQGSMTLDEQEAMIASLKSASKSTAFAQWLGAVRSGPGGGGGGGSPPAAAAAAAAAGGGLAAAAAGGG
GEGAAAGGAAAGGGGGASLAPSHQEEMAATLAEVAEYLARQGIAGPAPADPTSLAADSSSFKPGWEDIFRMNQKQLEAAI
RRVSNDPHLEPQRKAYLRQNIMASHYIVSQQRRMGSVGSGGSSCAATPTALAAAGVRDGMRLAAPGGAGVVAAAVAAQQA
QQAQRGDAAPMPEQQQAQQARPGGSPAASAAAASAAAQPAASRRQPAVPRYHDVGGGVLGCKHYRRRCMLVAPCCDTPHV
DRYAVSEMVCLECATRQPVAASCSACGASMARYYCAICHLFDDQPGRSIYHCPFCNFCRQGRGLGVDSFHCMACNACMSL
ELFNKHRCVEQSLGGNCPVCNDRLFESKHPVKESPCGHFMHSHCFAAYTRYAYTCPVCFKSLGDMSVYWKMIDSLLAAER
LPPEYASRRQAILCNDCGQTGEAPFHFVYHKCPACCSFNTRVV                                     
>Cvar_EFN52398                                                                  
MAASCGTCAICLAELRPEDEAFLDECWHHFHFACIRRWAECGVEQAAAAQGGPQLSCPLCRRPFASAIYDCHDTAYRRRY
FLQAPARRVRNGGGGRGGGGGPHGSGSLPLTVQHRRRRAAYSSALDGSARERLAAQRLTPRLAQRPEVEAFVGRELQALM
LQQDVALVAQHVLGTLRNAASAPPAAPPPAPGGAGRAAGAASRSLARPAPAPAPAPAPGIAATAALPARSQLSRPANGGS
AAAGVPLPEVAVRVQAAAAPFLFEHAERFAWEVAAFAASGCASLAAYDWQTLQLDAAAAAAAGAEARHQLQEHQQQVAVG



GAGTSTRRQGSDSDEDGYYGRSSSRSRSRSSSSSGGEDRGRRRSAEAQRSDSEGYLELLLLQGRSRAQRGGSAPPERTLA
AGKPQPAAAAGATEEEAEGPRGRPVSSSSSRGRRRSGSRGLESVPRSGSDGSLSPRHRRQHRKHKRRRRRRRDRSRSRSR
SKEGQRRRRGGSGRPGKNGTASSPGANGRAGADEPAADAAGDPPAVEGQLPAAAELAAHRQQALAALQRHRRGQLDEQA 
>Cvar_EFN50410                                                                  
MQQAAQAPPPLPEAQLAQLPVHVHRTPTKKSRKQRSTPFDLTPRAGAGEGAEPATPASCGGKRRPAAAAQQASWILSLPC
RHQYHEGCVKTWLRYKGLDATCPNCVAKVFSRSHAGPPRQAAPAPSAT                                
>Cvar_EFN58725                                                                  
MPAPAGGDAGGGAGGGAGPSAPADSLAGPASAAAVAAGASPKRRSRKRGADAASGSGAGEGGQAQGKRQQQQKRVDRHGA
VVNYRPKPSQDVQQRIQRALPGAGGHRLFLIDRAVVRPPGAEGGGEESFAVLGATGNVYNVTIGRFPHCTCPDHARGHHC
KHILFVHLRVLGLLRDEPLVWQRALLAHEADEVLAGNRSVARAVGGGQVLASSVVLEQYRRLSGASAGDAAGGPAGPLQR
EVEGDCPICFEALAAPGEAVSFCCACGNNVHRACMTHWAASKRGRAEPVTCPLCRADWQDGCAPPPLGAPTSAGQYANLA
AYSAAHRGADTSLESLYGDSAVCSNIVSTSGQALCACVVRGPQAVLDEPSPLLRTGGQLIMVEVQVYCGYGTSRKAGTFT
LSTRLISCNCPECNGKAMTMAQFERHGGRGKNRNAKLSIRTVNPDAPLCKWLDSNQANGQQEEQEQPHGAAPPAPAVPPA
AAAPAPAATEAEAAAPAPAAAASTPSQTDTRPSGAPLVGKQAAGQPSRLRALAKLVLRRMEPDERQAPPGRSSLPATQDR
AASLPATDTAGRSGSARLAPSGVEAVGAPAIDFGSSSSEEEEAEEGQGAGRPAGARKQSTSMPPARTAATPPGANRLQSS
SSSESSSSSSSSSSEEEEEGRGLPREHPTRVQPARAAAPPPGFVHNVVVHPAAPGDKEPTAAAAAVKRMPCRGAGSVKRA
ALARQAAQAARRVRLEDEKEEGREQAVEQRQQQQQQQRRQQQQQQQQRQQQQRQQQQQQQQKDEEEETEVQQQQQRQVEE
ETEAQQQPQDEEGDSELPQTQQLAVAGSQPSPGPALGGAHLVSHHPCGARCRPAGGRGVRRGADLCLWWSDPGVEGPEVA
DNLQVSAEVSRPELVEWDIGAASEAGLPVQVQLWLQPSGPSPMTAQLVIDYVDLL                         
>Cvar_EFN57621                                                                  
MSGQAARAPPSAAATRPDIIDLLDSDSEDSPLRTTSGRGAGPSGRQATTSGQRRQQQQQRRRSAPGMAAAVGAHADVIDL
TGPAAEADLQIVRSTVQRLPTRGVKRSRPTAAQQLSPMKQLLLQQLRNPPPPPPAEPEPEGPKCGICMEPMGGSQGRQMA
SGNCGHVYCYDCLVAAVRTQKKCPTCRKGMQQRQIHKVFINT                                      
>Cvar_EFN57277                                                                  
MSQGGAASTPAAQPQAQDEAVLGEVLVQQRTLRQGPVEEDPDLALAKLLQAQEQAWLAMAGQGSGILENLPPAAGGGEAG
AGPHEGGGGEEGGEVEELTDEEMARRLQEQEEREFQQRLLELAGMGQPGAAPGGGGGIEAPGGDEYLPEDDVDPDEMTYE
ELSALGEAVGTVSKGISQAQIDTLPQQAYYEVAGTTAGVEYEPEDNVKVLPVCRHYYHPDCIAEWLKRNKVCCICAKEVI
EEGKKTEAAGSGGAASDGVLGERRQQ                                                      
>Cvar_EFN56551                                                                  
MLHLLVYCAFFAVVFSTYGIPLHLVRDLYWTFRNFQTRVRDFLRYRRITANMDQSFPEASEEDLQRADHTCIICREEMTT
AGRNKKLGCSHVFHLHCLRSWLERQQNCPICRRSVVPPPAAGAAAGGGGAGAGGDPLAAAAQQLRAAAADDLAAVQRAAA
AAAAGGAFHDGQQAAAAPGGGGGQQAQPHVRRRRAPRGHGEAAAGAVPGVAVEGGWHVVPQHQVQWVPAAPMALFMPAGG
MQQVQYAGQQSPEQVLQAQQAAAGMVPFMMPYHMPFMVPPMVPPQAAAAPAATEAGAAAAAAQPPQPATPQQHMAAAAAA
AAAAASMLAPPGAAASTAVPAAVPTDPTTAAATAAATAAIERVLQQQLEALRAHAERARQAQAQAAGGSAGSAAPAAAPA
PPPAADAAPADSARSGASTSAAAAIPEAPSEAPAADAPAAEAPAATPATDAGASAAAEAPAPAQPPAQPPAQPAHSPQRR
EGEDEEADAIRRRRLERFGGL                                                           
>Cvar_EFN56031                                                                  
MAAAEDGAEALSLEQDPKSPPQGLVIAPKPASEKPDPEELQHAILAFYCVLFVMFTAQWALVSWRKRHRRSYDLATLVGL
WLIPPIISVQLGFWRFVATWALYSSITGYYLYRCSGRQLEKTVPKQVYAFFMVVFRVSVGVGFVGYIMLLLEFTGLGLLF
RAVLGQGASLTAVWYGLYYGILTRDCAEVATDRIARSLGSGRKMAVSVRSCGICGGDLNDGGGTPAAAEAAGGGGGGTGL
GTIQLSCKHLFHMECIRGWCIIGKKDTCPTCWEKVDLRSVFADKPWETRNLSWIQMLDMVRYLVVWNPVIFLGLHFIFHA
TGLDHPPEHHHHHNNNMTGNGTAALNGTAALNGTAAGLLMQAVGAAAANATAAVNGTAEALR                  
>Cvar_EFN55965                                                                  
MGTTGRFRPLLALLVLLPAASLASLFSPFSPSTFPNPKIDLQACGRDVPSNVCDPDSLLSKAAKDYIEGVIKAIWNGDPP
YKTQDCAGKQAGYQVAVAVMRKMELPAGATPAEAAQDFAVALHEKWGVGDAACNNGILFLLSVDDRQVYVSTGKGAQEAL
PDAKIADVVADIRGELRAADYDGAVKKAIVDIGLGLAGGHPKGDGDGGVDWFGVGILGVLAAVFGRAVFKSLRRKREYRE
CKRMLAKLKREQENLRSHAWSCPQSCPICLEDFTVQPPWRNSKAGDDGASSSAAPTSTAGLDEEAGPCASLLSAGGGNSE
AEFSRMTAAGQAAMRRLRQRRRAAAGDSAGAGGAASGSGWAEGSGPSTSPAGGAAAGGQDGRRDRTPVTLGCGHTFCEPC
IETWLDKGTTCPVCRKPISDGSGTESGDDHASSVAARQRVADDWLATDLAFRLAVLQQRYPAYITPAMVDTWSGEAQATG
SFSWETTRDFQLNDPGAAQHYEHGGSGGFSTSFGGGTAFGGGGGGGSW                                
>Cvar_EFN55547                                                                  
LVEDEDICPTCLDPYTEDNPKVLTRCNHHFHLPCLYEWLERSETCPVCSKPMAFEE                        
>Cvar_EFN55075                                                                  
MPPVVRQSPLLSEPCLMLAVYTLVSGAGVYSQLTASKEGQEAAGEAAKMLHLATSGYDVDTASAKRLAFATLEMVLQTQL
GVFFAANLAAGVYAGFTLVTKTLFLGQLTASETSQLAEARGRGWERFLKFAMLKVAFLAVVRSPGYGGVMQASWLAWCAV
ICWFSMFTKLASLRGDALLSSPSATLAQHLRILLLLGGILAQDLSWVAGFLRTARGMQGGSLSHALLWLFDATFVAVDAA
YALLKYAVQAWDHCKVMRAEVRGEEREPWEGRTELVYWLNLAADLTLLGLSLFHYLHLWWLHGLQLQLIDGVLFLDVRLL
VGVIRCRVRRHLSYRRLQHQLRHSFADATVLQLAEHRCCICLDSMKAGKLLPCGHVMHVSCLCAWLQQNATGSIDGLLD 
>Cvar_EFN54931                                                                  
MRFLLSVWRARRGGVDPWTAQREVSVLYARFYAALLGGILLTYQLQRRMPLLMFAFFSYWWPQIVLCVRSDCRQPLKPEF
VLGTSVARLALPLYVYACPSNLLRVQPNLTLCAGLVAYVGLQCGLLLAQHWWGPRCFIPKQARNTPYGGSIAAANDIETS
EGSRECVICMAQVDVSDKSDRAVTPCTHVFHRSCLERWLSYKHDCPTCRRALPPL                         



>Cvar_EFN52347                                                                  
MPSPDQPLCAGGVAQCTICLEELGEGTVSLGCGHLLHAICVLTAPPTILQTCPLCRRAIARDRIRAASAMPGAAASGGVG
YRTYAQCSAQPVPAFGAGAAQLHSLVLLTDGEATDESACFARAHDVMKNPPFPDGGLKALLMHIDSDRAIASCLRRLSCD
DTGTPLSHVELLEQQLPARLDVAAGPASADWQALQHMSHASTPLWWYSWHGLHQLRAADSTSHHVLCCCCCSRYYIVTVS
NWSSCRTRPRQKTKQAYESAKGDLSESAQQVKDRVGSAAEDAKDRLNDFAEDRQEKLGDAKEKVGDALSSAGDSAKDTYE
SGKEKAGSVADTVAEKANAAGNAVKETCESGKEKASDLAGQVVDKVKDAGHAEEWQACSSRPELLIRRQPAAAAAARP  
>Otau_XP_003084149                                                              
MDASAESEGVDARRNALSADAEGSTRAEDGGGETETTVVSARDALANAIRDATLIARGGGAATNDANGDANDEMEDANEG
REVYQGRLVSALVAAEHGAPTAALFVIVFVYLHCAALAFVAWLTYASRRMNAVTQACVSARDERKLSEVVTYASLVIGHV
VVIWWLTPSGRRARQFFRTGAESPSFITSLLDVFVLDSSARFVFILSKLVVVALPLSTLQKLLRARGRASGATSPKVSTV
KMPPARLYRRRASLLSMIEYASLMVRSLVPVSVWLAYFQRELPKVLASIITGLYLLTKSRGLVRSGSDFVKAVSAWLSLG
SRSSANGEMATREDLMEAGDVCAICQEKCVDAIKLRCSHIFCDDCIGEWFDRQPSRGASGLSKTCPTCRAVVQSGVQRSY
GNGASSLLPILF                                                                    
>Otau_XP_003083816                                                              
MRCRANRTWTGGGGPSPVSPGTLKRLNADAPVKVWGREVRMSELGLLMTLSGGALFAYVAFTMTQEGVFRRATKDFKYGG
VVSLCTSLVYCGLAQCERASNGDAPWSRRGDIRDYALLSVMTSGSMYLTNAALSYINYTTRIVAKCSKVIPVMIVGTLMQ
GRRYGVEDYGMCILLVVGITLFTMGDVDSFPNFDYRGVAYITIALFLESTAGNFEERRFFNLPKPISHCEVVFYVNAIGS
VWIALGLFASGELFVSLAHISREPTMLVAICLAAAFGYISVTCILLCLRHYGATNTEVIKAVRKMLSLALSLLVYPKPMG
WKYIVGTTATCVALFGLYKIKMRRLRAAGFSMEAAKPTDSLLRGLPSHRTRRRARPDAPGRTSKWAPRGSTACSETPDAV
ELITIQPLSYDAWLAAWSGNEGEDPLRGQRASEEELERVVTSVRAHAREETCCICLNSIAAGERESALPCGHGFHENCVG
EWLRRSKRCPQCRRSLAGEHVENAAAVGGAGVEITEENAPTPEDIPWSATSDHEASEESEQMRRERYRSVMMVLHELRRD
FEEVLRREVVERGNAEEGAERVRAALRALDESDDIVPTNPQHSSL                                   
>Otau_XP_003083787                                                              
XKCSALGTCGHVYHVRCISRWIEQGRPRERGRDERGRGDDATATCPTCKRAFDHRRDVVTIYLDVRRDEDVGVEGGGREL
SRGRRRSTSEAGGGEAGRLADVARRLASERERSRAAEDALATVERELRECRRLEAEDAAVRDELGRLRREANAQKLARTA
LSRENGKLKETNDALSRRLTVLEDKERVEREISRSSASSLGEREMLKRLQGSDARTAMTTLVRNLCAKNKHMASQQEQYD
ALVRRIRDKESEIKTLESKVEAYRAAAKSNEQLGVAPAAPEIRARASSARAWGSEDANECTIERAGKRAGEKRAGKTRES
RQPLRIGDDALMRRLAPAKPPSDEPIDLVQDDVADDVLADILNEVDERVERKRAAAATRPTGDRSTHGTKKRKIAGSFLK
SSPKAPSASTTGTFIKHGADGRGGRGKFFAT                                                 
>Otau_XP_003083065                                                              
MLRNLCCCVFTSRSRDDSDQDSSLDLYDEAPPQNHARDGERGRFVLGNHQRGGAASGRSGRNPSLLSDSHRSDGVHEGDD
DLDEHRRSHERCVSAPPRDLGAFYAIDGEDDDAGAFEKATEKEMARAKAADSSEVTRNGNGRHRRARSVVSADVDETAVI
EVMKREFARLKSLERAPSTRTSKMESDDYDDTCPTCFDGYEEENPRMTLRCGHHFHLACILEWQEYLAAHGREDTCPCCD
RPIETEVWMD                                                                      
>Otau_XP_003082756                                                              
XXEIRSANAAFDACDASLRAFAVALLACFKFNEDVNQRVRDAVPGAFAVFAPRARPRVVVVARRPHFAPRGVARRDPISR
ARAVMVELTIVDAWDGKNVTWRPIYEDDSEEYRVFTHQCEYAKSGRGKCGRCGEKIAKDTVRVGEPLKYRGGDYGWISKW
MHPECYRAEGATREELERSVYGLDAFNGVDVVLTTYPVIEAEWRKIINRHLVACQWCGKKYLPRSMVTHLKYFCGPDAVR
TEKLARREVTRDVANEKAMRTLKIKEGSAKDVKKMIPTPANFYKELMAKAGRETMSMYEGAHKARERAAAGLAPGGDAVA
VKEEIVEPSEVMKALISQLPSPPSMEEIKEEFVTDEGDVDESGLAGASMASIGDFVNKAKKRKSTAKKTKVASQSKKSAK
KSLRDASDDDESDYKPDTDEDDIDDDDGGLIIVESDSDEPKKKKKKKDARAKSADQSSPKIGATVSTVSTVEDLPTLSQG
SGQLEGDSGDDVDLSDSIMHRTMWHRIVLDEAHKIKARTSNTAKCIYALKSTYKWCLTGTPLQNRIGDLYSLVRFLRMDP
YAYYFCSTKGCECKTLSWNFGPEARFCTECGCGAPRHYSHFNRTVLNPINRYGYIGDGKKAMLTLRNDILLPMQLRRTKA
ERASDVQLPELKIVIQENEFNEVEQDFYESLYMLTRAKFDGFVKKGSVLHNYAHIFELLARLRQACDHPYLVIHSKSANV
KRDAPDAPKVESPADAGDTVKHYCGMCQDEIEEEDAALASCKHIFHRECIMQYASCAPADGKKVTCPVCRTALTIDFSPE
SLESAKSAIGRFNKDPLPDKSILNKLDLTQYTSSTKVETLVNALRDMRNQENGQLNKAIVFSQYTAMIEIVEWRLKKAKF
TIAKLLGSMPVTQRAANLQAFREDPNVSVILMSLKSGGEGLNLQAANYVYVLEPWWNPAVEMQAVMRAHRIGQHRPVTAV
RFSTKGTIEERMMELQEKKQLVFEGCMDGNAAALSQLTAEDLQFLFKR                                
>Otau_XP_003082679                                                              
MHDVDAIDDAVKRLKSKATFIDACHDIETIARARVGDENDGVLIDSLMSSSKRVDTTLRARYGDGATTEWSVGASVLEAI
ARAVERSTRDDGGVCAAAAARAKAKAESDASAGNRMRAVKGDKIAFEGQFTRDASTLDVEGASETSDSVNEALRLILAAR
RRFTLEVGDERQLMERFASTLGVSGDGAGERHAASTVSIEALRYRKPTEKETSDGKCAICFDGYAAHDSVISMPCAATHS
FHEACVKEWLLRDDSCPLCRSSLPVWLGRPLYQ                                               
>Otau_XP_003082295                                                              
MPVVGRARARPLEALPQSALCGESVEALRRAIESRVESSDDGEDGDVLAIVSARAERSGKAALHLAAWRGDLKVVEALVE
EYGADVDQISTGRHNYGKTPIFYALTRCRDDVVMYLLSRKCKVKIINNKGQSPYSLAVSHCARETIEAIAEAEKLETTWW
NFRLTHSDGLKYGDLDERFFPEAAREPGRGVSTVESRRRNFKKLNKGVSWDNPDGVDLQARKKAELRAKREREAEEAWLE
FGEFFGNRARHDADVVEMCGRILRAETAIAANGQKPDITARATEVLSRVAKGDDDFRALRALVGARLSDSGTSDRTHARA
EKARRTVSKILATAVASSMSNGAWSISPSLLFEFCGSAMTYGIVRRALRHGESVPTREQLAQAIVRACEEINHRELNDVL
NLEEINVSSAIQLAEVSESVRGLASNMCKRIDASDPSSIAHVAVNLADLGARVESWQKPLFAGLSAVASSLDDSVIAKVA
RRFADAWEIDVTEMASEDIVSCIEAFVLEDLLERGDWLEAKAYASTRPRLRDVFSARAPDDVNRINASLESVSIATELPI
MRPKKRVVLIEDAGALAQVREVILSASCEAFSFDCEWRDPRPLSTLQISPAHTRETFIIDALRVGKDAFSQFLIAVFGDF



SVRKIGFAAEQDWRRIRISAGNAALPASYCNANVIDLQGVELVSLASVVADTLGFALDKRCQRSNWDARPLSQQQLFYAA
LDAEVLLDIAFRRGIISPRPFAESSSHPDAHLYSSDAVLFADGAPSYGVNLHADDARLFADDARTFGADLWESDRLLFTS
PERVEQERKTAILRELERTATASASVGCACAVCLNDIHVDEKVIRTKCSHVYHATCLLTALKTTSLCCPMCRSPVI    
>Otau_XP_003082235                                                              
MTSGSARGGTRGRRARVRVRAGTGAGGGRDANASGGRGTCAVCLDAYVLPTTTRCGHVFCARCLQAALRHSSQCPTCRKK
VTKSSCVRVFL                                                                     
>Otau_XP_003082212                                                              
MSPASDARARRSFVDDVDASLTCAVCRMPYASPVMFPCGNGHVFCLECVESWTLASRARRRADVACPMCRRSARESGAVM
RLDGDPAARLRATWVGCGCGARVRLDAAATHHARCELTRASVRPRRGIETMTRRX                         
>Otau_XP_003082057                                                              
MTVEALGDDAYYASWFDDSDDAENDDDYVTNADDADDADDGFPDLGLREGLPSETCSASRNSVYVVYEPGDDIKGRRELI
NRACGVLGTSERDSEALLHFHAWNLEDAVTSWFENERKAREACGLSDPDAQTSEGGMATTTCNICFDDFEPSELVTAGCS
HAFCTGCWAGYIASKIGEGLSVVDTRCPMTKCPIKVGEAMMRRFLNEDDAKKFDVYLGRSFVESNVKIQPCTGIDCERSI
VFENLPTNPVAVNCTCGKVFCFSCGGDTHHPIPCKVASEWTKKITLDGANSEWMLVNTKPCPKCQRPILKNGGCMHMQCS
QCHTSFCWLCSSPWDAGPYACSKRCNQYKRTESNSNENRKKRARESLERYVFYYERYRAHENSGKKALEDVDKFKSSALG
FLIELQRTSETQVGFVMKALKQVSSSRQILKWTYAYAYFELADDVRKKNFFEHVQGEMERALELISRMIELDIKAFLPPD
PDTEDDEKVALEKAMAYRYPPEEQDKLEKAFEQYKTLLIDRTAVLRKSCDTLCIELENGLLGMSTPIKGSQQDA      
>Otau_XP_003081843                                                              
XXDDQREGMISSVRHATQNTRFAQWMNTWYSGKDIEPAGDDWVKDGEVKTDAIEDAAKDGMQQVHAFLSTRKGEQNLDKE
TFRPGWEDIFRMNQIQLEDAVRAVNRDDTIEPTKKAYLIQNLLASRWIVGNQLQAQKDKSGGGDSAPSTICEPVEAGAVR
KDGCRHYERRCQIVAPCCNQAFTCRFCHDDASDHTVNRYAVKEMICTECSTRQPVNDKCVNCSTVMAKYHCRVCNLFDNS
SVAIYHCPFCNVCRRGKGLGVDFFHCMNCNACVSLQHGKHECSERGMDSECPVCKEFLADSETPVKELPCGHLMHATCFA
TYTRHYYTCPLCRKSLGDFSVYFRMLDAILADESDDGTPESVRDKTQRVLCNDCGKESDAKFHFVYHACAHCRSYNTRVL
TY                                                                              
>Otau_XP_003081757                                                              
MTTRLIRGTLSAACVCCGTVGGAVVGAIAGAASSRGVVRGAVCGAYAGALTLLETMDLEGDYEGSSEGEVGREANAETGG
EWYAVREDASDGSMRIVAMPFTHAMNFTQVLRMLANGEADRGASAVKVAELPSRTFRRSEGGVDAIDGMCAVCLDVFLDG
EMVKTLPSCAHEFHEACIDRWLLRRDCCPICRRRASIDVDREQNVDGDSDSSA                           
>Otau_XP_003081730                                                              
MRDASDAEASASSISDVEASASSSSDDDAVEAFISRETKKKELELFEQLLTRIRRARERDVDEILGASAEERARDPEGLR
WAPEAGLGAERVTRNASPAFGGRGSSDEDVGRVARWPLKRCGRIRETIDIDAGNAIDGEDLVTGAYGYSIEELERLESAG
LIRERRGPATACERALQAMGSGVGGDEISIPGSGGDDESPYAFQVLWYDAVAGRYLISHTAQGDEQLCHLTMNDDGDGET
MSISYADNETYCSGTIHRDTGVISGTVGQLVRAEEGFFEQSDSSRNTFTLTPVDFEGERPTTCETQAQIARVKLRHHLVA
QWSRGANVLPETYSAIQHVKDHMRSEHMCAYLLRKISHETLLMRMVYEPLTEKERDLERNLKSHDVDEEPSMILEFDERE
REVARMLWATFPTPGVLDTTLVGRERDWCHIWTMERMNAELLSCKFRMYSRVLRDREFPTSDYKENFTNEFKTLRHTCHI
EMNRVVNNMNLLLWRMFYGSEVSRIERQILIKNMVGILRVEEARMLIAYENVDKALRECDARLPLDAIERRLSVAADESY
TCSICLLEIDKGEEVLTLDCSHSFHPPCCAQWLHAHATCPNCRTILT                                 
>Otau_XP_003081678                                                              
MTTLHRTPPPVTRAMCDGDGSDVENDRSVSNSGRSTPVRAHRARKERAHGDGAHGARRNPLANETTNAATTSRVAREDES
SASLARLLQEQERAYFMMQFGERGADAVVEDALVEDALVEDERVVEEMEEDESLALARQLQEEEERAYRQRMLAMAGIDP
DAEEDSEAEGIDTDAMTYEELCELGDTVGKVSCGLTEEQLASLPARIVDAKVAGTKCAVCCMEFDLGESACQLPRCGHVY
HGECVEPWLKENKSCPTCKTEVFEDKTEKKTVRRAL                                            
>Otau_XP_003081606                                                              
MRLAKYVAVSVIATTLVIAHAMYTREQYFPAMMYLSTSKMALVAFGNLAFGAALVLGRAVKATFLGQLREAEVERLYERT
RDAVMETCLAMTIFREEFNARFVAMFVGLLFVKAFHWLYTDRVQYAETAPTLSRVTHIRLAGFMGTLLLVDVSMLSYIIG
NTIAKGPSVLLLFGFEYVILVTKLVVGAVKYLIISADRVLDGQWQGKGTCVFYLELVTDLLQLFVYFVFFLIIFAYYGLP
VHLVRDLYMTYRNFRKRVEEFIRYRRVTANLDDRFPDSNTEDLSTSDDVCIICRENMEVGAQGGNKPKKLPCGHSFHLHC
LRSWLERQQACPTCRHSVLPERERRANAVRQAEEEAQWQQLPPELQAGYVAPEVVERLDREAAERRAQAGQTTPPNAHSD
RARRHSTTLPRTPEQAPGEDPNAPTPERRMSPNAQFRTPPSDRTQISNRFNSPSQAWQSPHTFAATHAANSARGSVEGLG
TMDDEMAHRVATAVASAVAAASAQAQLAFASVAPFGVPGLVESVTAHASGVAAPPTTPIPSTSEQSRPSFSPIPRNASPA
VRVAMEAERQATLDSMQAQVRLIQAQMATLQVQASEEERGIVARTVNRGKETLTDDDDADNRASETSHLIPLTENQPPRR
EDENEDSNDPAGILRRRRLQHFA                                                         
>Otau_XP_003081580                                                              
MLWIFPTAFVLLVLVVRGCRCDDCFGSRRSRRLVRARARDFDPFERRYSSESSSSSEVGRSIDVRDDDVRAFVRALSRPD
LYDEERPSYELTARERREGFDPSVWRQLAVSRELERYRQRAANDDLDNASTHRQQVTCKSREASRVRLCGRFRAASANGH
VASGSHDRAGDECAICCENFEDEDVVVVLRCAHAFHDHCAIPWLRMHATCPICRMDVNRMSLLERHDVFTRRRPNSDRRR
GKTSPGAGGSFAA                                                                   
>Otau_XP_003081301                                                              
XRASGTYDVVLEFDRDADAEAFVENYHGRRLRASSAETCAAVRVESVAYDDGDGDAAREAARTRTEVPTCPVCLDRLDAD
ASGIATTICDHTFHAACLERWADASCPVCRHVAGEAEERATCATCGTDGDLWVCLICGEVGCGRYAGACAVNHWKETNHT
YSLELGTQRVWDYVSDGFVHRLIQSKSGLVELTPPERRRASTSRGGGGYDETSSCSPNRAPDVSDLDAELEEALVASKLD
AIASEYDLLLTSQLESQRKYFENLLEAATARVEGTITREDEENRNAATLARAVDEAKNAKRELSAAQKANARHVKTIEGL



RSEIKHLQTLCDTLGENVEAFKAQGERAEKRKTVEIRLKDARIKELEDENRDLMLFLDTSRKLHVGGEVDEIAGGTIVGV
DPDAPAKSSTPARNPTHERLRSKLEDRKR                                                   
>Otau_XP_003080042                                                              
MDAARARFEDVFGGTPWGRGTGGTADVVRVPSIIDMLNAMQGVNWEGFGGGSGLNEDQRAVVSVEPYERAAEEAENATCA
VCLTQVENGENVKRLGCKHVYHPECIDRWLERSRLCPVCKRDVLTGESEH                              
>Otau_XP_003079051                                                              
MTTLELGTPVTMTVPRGADVRMNFTLRDDGADVVFELERVANYPMVYVERGSGEEEWYRRQVGAYRVPDGEGRYGDVPTR
GSAGENIAYGMFGLAGNYRSMKFIGMRAGWYDVRVKAELVAGAYGDAEFKLTARSGAQTSGGPLCPYDCSNNGECVNSGS
ASGDDTKCACSSTPFAGVAGSLAPFGNACRDMYRHYGTATSATPVISLEPGKFWYGSYDLSGIYRYSGDGVEISFNWRGV
GGDPLLLIKVQSEPTLVDYDYYYQRFLSNGVTTLSLKNVMSDVRYYFAIYNRDLPSGANVDFTIQVTRASWYSQREPPNL
MSMAFVLFICVSFCMVVMTIRRFFQRRQLRRFREQRMTQLAFQDGTRGQQTGTPEEVVQALPIVKFDPVLKEVIESEGHD
PTCTICLDDYTNGEELRRLPSCKHLFHKECADLWLRGSCTCPICRTSVIGESTSQDSAPAPGMTPQTPERSIELTSLGGE
YATYVPQSQLPQMTVVVVPSRALDDLAVEARRREDGNARGWHHRDTSSIV                              
>Otau_XP_003078951                                                              
MESVWCHDCRARVDVAADALDDAADVPSCPSCSSVFLERRPSANEREGSSRGVLSVVFGPTMTLLPLGAFGEIDFTQFDT
RNFDAPCAAATVEALPERDARDAGLASGATCSVCLSEYEGDERVKTIPRCSHTFHTKCLCEWLKMRDTCPVCRCKIEETK
ADGGDANE                                                                        
>Otau_XP_003078363                                                              
MTHETCKFFLVGACRNGARCRFAHDDGGSDVASARVDGGHSRERCKFFASANGCTFGDRCRYAHDDGRGNDRGGGMRANA
AAYAPMGGIGTAGGTTGWRGGRGAGRDGANAGPMDDGEEEWGYVDEHGNWVSFDDEGDGAREFLAAQLPDEDDLLGLTSE
TPGEPDGGDAWGFYDENGQFVELSGEAGAYLQTQEHSVPRRAMISRLPRFFDDDWFGTMNDDEAFDNIDDVALEELSIGG
DEEDERVAASANLECAVCLEVVAQRPRLADRRFGLLNACDHIFCLGCIRGWRQGGTQRGSEASASSNEQARMCPICRVTS
HFITPATTWPRNADEKKEMTEAYLARMKKIPCRFFDGGDGTCPFGTSCFYEHRYRATGELEESNVRKSTAADGSLNIITP
VRLSDFLQTSRRLR                                                                  
>Otau_XP_003074215                                                              
MKFSKLGRVLWRAVPPTGYVRERDDDDDVGGVDAIAICETADAVGRFVGGPTRADVLTLGTGTPVKELAMPVSMPAGEAF
GSSGSVGWYIWATTATCWRHTGDLWTGNSSRLHVWRADGDGRRSAYVSAPDSRRRIDGPVDDPKSRMLEPDYTLVPFASV
RGLDGGDGGVEFLSVVINFHEQNAVLERRAYEFTERLPCVSTLELESPNTYRRVNLGWIPKFVAIRDKAFNRDMRTMPSM
ATCVDSNQFYLVIWPDGEQPVHVIDRKMDASNSSRRYMMDALSMSVSSCITNPDARTKRTVVDARMHDGDAVVAIVVRDA
PIPQKWESSTPRDEDVDFKMLFVPTGFRVGAKSLSSIKPKTVQSEPLIDFVDVATSVPRSSESCTICLDEIERDGTVHAP
CCSASFCEECLTAYILDNSMKGCPMCRNVENFSSMRSFATESLSLASPASFEVDAPFTVRQQLKRFRLMEQVVDGDYAAL
DEHHMRGDRSPLAYGRGVVVTLTNNGADVRDIISPRDDASCLPKI                                   
>Mpus_Micpu50946                                                                
METFHSKFREALTHELEALVKDLRAAAGSIETSRDAAPTTPMIDDDPASPSPGNSASTAKHTANDANDAVSVSTMIRELV
TRWSFVLTTYRAHVAAEDAVVLPALAARVNNVAHAYELEHEAEDALFDGITAALDRAMGSCGREGAAEKEEEGAGGGGGG
GGGIDDGIATGKTETAAAKLPDALLTAVQDAARTAHAAKTALAQHLLKEAAHVVPLFNKHFTETEQRDLVSRFIRAIPSA
SVGPVLARGPSTGEQGPLRTLLASWLETGKRAGWGGYDDGALEDGGGGGHAAKRVKRVASEKDIAGVAAKPSPAPVGPID
HIFQFHEALRKELRRLEADVLALPPPADETNRASALRTLEGRFVFFWGVYRAHSRSEDELVFPALEAKEALHNVSHSYTL
DHEHEAALFVELDQCLRELRQAAGLEEVAEVEDASGRGGGGGGDVSPESVRTKATVKHKTAEAPKSEPAPSASEASASSL
KPKLDHAAVLEVERRLQGACVAVRTCLETHVAMEEAELWPLFESHFTVSEQARLVGLIIGRTGAEVLQSLLSWQRKALTE
KEKAAMIGSMRDASRNTRRVLYTGSHTTPLAWFASWLETWWSSEEVADADAKAAAAKGEGEGEGEGEGERDAAAGAAPGG
SSAPRDAAAAAHRGDKPNAAAVNGLGEVAEYLHLQQQQRSSKDKSTAETRRAKAAAAAAAAAADKTGYTPSWDDMFRMNR
QQLEEAARTLSRDDSLAPERKAYLMQHLLAARWICAQQRRKQLAEAKETNDHGRGGGAAEEGAGAGASAAVKDGGGASTP
GGDGVVGGSGAGAEEAATAPRHEPNTASAALALAGAKSAASFREEEEEGGGGGGGGASLCQPIPSAEKIRRMGCKHYARG
ARLVAACCGAAHVCRFCHDEAEDHTIDRYATTEMVCMACSKRQPSARECNACGVVVARYFCSVCNFWDDSEDRDVYHCPF
CNVCRRGKGLGKDFFHCMQCNSCVSLTMGPHKCTAGEGGKADDTPDGGAMESDCPVCKDFLFTSDTPVKCLPCGHFMHTA
CFSSYTKHYYTCPLCRKSLGDFTAYFRMLDAILAEERATSEDDGKTKQKVACNDCGAETLAPFHFVYHACESCRSYNTRV
IEIVRTDGE*                                                                      
>Mpus_Micpu53772                                                                
MSHCCVCMDVAAERAVALINCGHVYHLSCIKQWYEHKKSKEGRTALPHAPCPKCKEPFNVPGDVVNIYLDVRRRVLSSHR
FPYDRVRVVNADP*                                                                  
>Mpus_Micpu36262                                                                
MAELARAGLLGGHVAPAGCPREVIDAIPSFKYSPETFADVSGGKEDAICSVCIDPFEEGDEVRALPMCEHAFHKECIDEW
LSQNTTCPNCRASLPLPEVEGGGGGGDGDGDGGDDGAASPRPVTPRDIELGAVAGEGVPGEVETRSTPPGAAPPANEDRR
RLNPFAEPPTAPPARLATNPFGNRALEPPPASRHPDAPRRARGTNPFSSPGSRGGTPPGGSGRVHPSP*           
>Mpus_Micpu53805                                                                
MRPKVRAALEAAQKPKPTTDATAADDRAPPPDDDAAPIVASSSPAPAPASDADADADAPRASLPFFGDQCAICQEDVSRR
GRLDSCAHVFCVACIKRWAKIETRCPLCKARFSFIQPEDVDVDVDVAGEDGTSTDAKTKTKTTTTTRGGSRGGAKKPNKP
LKRIYLPRRDQTYEDPDGGELPDGVDVETVLCGRCGETASRTTSFAKCTPFLKDFGLSPPALSFRRDGGDEDKLMLCDGC
DQGYHCYCVGLDEVPYDAWRCLICANDDSDSADVDAVDQSDADAALARGLQRAEDDDAEAAASAAAFAAARARAARLRAA
SSARNVNRRGGRGGRGVGGVGVGVGGGIRSTPAATDDRSRQIARVTELRELWERYRSGELGFSSGRDDPRGGGGGGGRGE
PPTTRTAGTADRAAGAVEDRPDLDPAAVANQTNRPYDRFAFQPGEEEALGDAVHDAWDAMKRAEAEGLKSNHPSVGPKAR



ARGGGGDDARARAVAVLTREREAAAAAGSGSAHVRRRRPAVPARRRLPTPPPGPGGGGLSVRLIAGVSFSPPRPGRAKTR
THPTRPREKKKKKRVRSEWSESDASSESEPAGPRAPWEFVCEEDDDDDLLAAFAAKKKNGAAFAADPPRAPTELDVVREI
GRGHLRPATGFVPPGAVSHCPTLSDSRRCVLSHTGPHTTAFAW*                                    
>Mpus_Micpu157499                                                               
DEDSCPICFEAYDDENPKMPLRCEHHFHLGCVFEWFERSELCPVCEEKMEFAPSVGMTLSGE*                 
>Mpus_Micpu49881                                                                
MAALFTLRVTLPDGVERAASTLAPRDDEIPGEKKTDDDDETTMAFTAGNPRAERISGRMRLFRDTSSASSSSSSSSASSS
ALPEGRNEMACVLAVPATLSISDFCQFIAALVNEVVEMRVVVAADARQDGTSTDAREEGEEANAQTKASRESSSSAPSAA
AAAAASYAVVLRFASQDAADAFYVNYDNRKFSSLVDGTCRVLFVKTIELVQTNAKARAPSDSTELPSCPVCLDRLDQDVS
GVVTTVCSHAFHATCLSHWRDASCPVCRYTANPAEAPTCQHPGCGSTENLWACLVCGYVGCGRYGNAHAVDHWKKTEHCY
SLELGTQRVWDYVRDGFVHRLIQSKTGLVELSPGGRGGGRARGARGSVVAGGGAGVAPGGEGEIVPGSPARRRGDFSRDD
DDDGDDFDASASASCRPHRPRPSSLLDDGLDEYDADYPLDEGLEEALVSSKLDAIHSEYNQLLTSQLDGQRRYFEDIIAA
EKAEKDGLHDAAAKATAQASIIAGAVKDARDAREKTKELNQKIDAHLGTISALRKECGVLQSLNETLLANHGELKTRLTD
AEDAAKARERVDAEKIRDLEEQVRDLMVFLDARGKISANEITATGGAGAGGDTIEGGSVLGVGDAPPPPSRDAAHARLQS
KLASRRKR*                                                                       
>Mpus_Micpu54288                                                                
MPGRDDDADGGGGGGDDRDRGPPRRRVFDPLGGGRAGPGDGPRVVHLAADDPLVASTLRSMIRRGGGTLAPASSSSSPRR
GVLSSGLDWLARATDDSGGDRGDDDDDVAGIGRGGGGRERGGDGGGARGDVESGLGELQRAWERLRADGGGADGERATPS
SGGGDDGVGEDGGAPTDAAADLTNSAAFRSATRWLEHTVPVLLLLLLAHFASHAKAICVYAFFFVVLTRCDAYLRARVGK
TKRGDDGGGGTAGGTAGGGADASPAGAAVALTVVLLSHLTLLRTMYPTDAFWGRVFLFTLPSGDGADDPAAWGFARWGTD
ADGAAPGFVDATWRTCAVDLVLKYVAMVVKAGTYAATAHSDGGRRRSARGVRGGGPSRWRWRWIREFGRKERGAGAGGDG
DVGGGDPPPPSSPSPSPSSPKRQRLANARRRAVSRSLAARLSFIENASLTYRCVAPTPVWFAYFASRSTFGGAFAGCYLL
FKARATYERVVAAIAAWRAMARAHDGHGARASPADVAEAGDRCAICQERFDDPVKLACEHVFCDGCVGEWFERERTCPLC
RASVGGAGAGARPYGDGGTVMIGNVF*                                                     
>Mpus_Micpu172430                                                               
MRHDATERARRFARAVVRCDVCFDDVAGSDTARVAPGACAHFFCASCVATIARTHVVEGSIASLVCPACGASIPPHVLRR
FLSDELYERYETIALERSLAAMPDASRCPRCERVVIEDGDDHCGRCLGCEYTFCGLCRESWHPGESCLTPERKLEVLRSR
GGSGAMAALGEDARRKHREQLADAMALRYVEKEGQRCPNCGFGVVKSEGCNKMTCGNCETRFCYKCGDAVDGYEHFRDGG
KCALFDLDAVAAWEREMNAARLNAEGRQRDAYVAGDVIAASNCPSCRQMCYKLANNNHIRCWSCGQRYCHLCRKTVRRGA
ETAAHFGPGVGKCRQHSAD*                                                            
>Mpus_Micpu165113                                                               
MSSTLKLGDVRPDTRCAVCWGTLKKVKVVSPCLHRFCGACIEEHIRKLNNHCPTCRVPVASRRVLREDPDFDAIVAAAY 
>Mpus_Micpu139203                                                               
LSIHELHHLPIEEYATREDMMRWPMRRLVAELERARKNSPADHAKRDGPAPLEKAELVDAVLAARGGESGTQCFVCFEDY
EKEDGLRVLPCGHRFHVECVDRWLRSKAADCPLCNHDA                                          
>Mpus_Micpu190753                                                               
MTSAARDSSSYRAALVAAAAEGDAETLRALLATAPPSDVTPALARTFANLALSRAVANGHPDACVALLDAPGGASHSAPN
ASGNTPLHVAAERGHGRVLAVLLARGACVSARNAEGKTPIALAKDASTKAAISREVTRRKCASASANANASSERGGVCGG
EGGGRTPGRRRIGSGSASSPARVAPSPRGVARLMRTPLDRVAATASAAATPNSPPFSPGIERIKDKLREDLTCAVCLRDF
CSEGAGSSPVTLPCGHNFCRDCVGGMRGSGDAARAFKCPLDRTMFSRNLELRVNGALRDLISFMGYRVRGGGGGGGGGGG
GGGTRTRSQTPPGKCSSASALVTPEAAGGRRRSGLAGGFQGDDKENNASSRGVGGGSPATPTTARGMRARRRGGGSPLAG
A*                                                                              
>Mpus_Micpu49995                                                                
MHSAADELATDLASLATTTTTTTTTTSDPVDDGACAICLEIIPPADVALVKTCLHAFCAPCIVRWTSFQLDNAAKRLRSP
SRSSDPTCPCCKVPFSSLLTYRTLDGRLTEDLREESACLLRRARWLPSCAKTEQWERDQGATTNATTGGAGSYYEGFYEE
DFVYDEDYLDDEEEYMHRARGRGGSRGCRGGGAAAPAIGNRRYGPNGYIAQGQRMLARPVPAEPARTKGGRAGKRGKAKG
GVGGEGASAAASSPSPSPSLSPSTSTAIDVPGTPATPSTGDVASSSPLSPSTSTSTSTPGNGRGKKSAKRAEAKAKKEEK
EALRRSRRVENAAAAAAAAKAKASLSGSLKSQLPDLPDFETEIEEAPPSDADADEIEPGPPRREFPAVVDSDEEEDVFSM
CDED*                                                                           
>Mpus_Micpu59395                                                                
MAGFPPAAQPDIIRAHQKDEVYVRMLRDAMLDAARRLVSARTVVRHQQKIGLLARLWYHALTTGLGTQTLGEEYCDLHQT
DAIGAAPSSFRRVALVLLEAMAPVVLKRARARARRVATRRENDDDDDDDDGDENEGGAGDVSADERRSRAADAATARAAA
SSASPSPSSSSTPAAAASGAAREARWTWTPPNARALLARALRRAARAADDAAVAVFHPPATRADGADEDPTALIDGFLPR
AHLAAFYLWGTYYAFAKRIAGVRYVFVGQEGPEGRPRYGVLGVFLAARLAAAAAAAAAAAASAAGGSSGAAFRIMDEHGN
DVEVEDEPALTATPAGGGEEGVDGVGIKKCALCLSSHRAPTATACGHVFCWHCVAAWCARSHQPECPMCRAPCKPQELVR
LANYF*                                                                          
>Mpus_Micpu9869                                                                 
AKTCTFCLDDYDDGDALRTLPECGHQFHVDCVDPWLTTKRACCPVCKHDV                              
>Mpus_Micpu54545                                                                
MGARDASRACAICSEDVDALRGVPRETTCAHVLCQDCAKLWFGSETTCPACNAPQKTEDARTEKTAEKASEGANASSSSR
ETRDAEDEREMRGAASAFLLPANPNDASASAANADADASNVARVLMERLGEEWRKLSTRCSTLERENAALSDECASLKRA
LSRQKALTDDAEGGGGGGELRAMPLEALDATLTEDEDEDGGGDGGGGGGDAAAACEPSELRWRRAASSSSSTIHCVSYET



SDEPLHACATHPTSSRDVVVVASWDGVATIHEATTTTTTRVGRSRVLSENTTTGTPTRRTPHHLHHRDYAPIATLVGHDA
GLYAVAFRASDEKLVGTASGDGGVRLWDWSDVSDSVAPCVRHIRAHDGAEVNDVAFQDGGGARWLVTASDDGTARVYDVA
TGARVGVAEGHGAEARSSIALGPSLSIQTHRARRLSTPLLTPFNSTPTFARMDDYPQVYGARFGPGASGGAHADVIATAS
FDGTVKLWDTRAPGTNTAGNASNGSFACVSTLAGHADDVVGVDFRPGGTYVASGSDDGTARVWDLRTGACVATIDGGGEV
KRVAWSPDGGAIASACGGGVARVTPSSGGTFAAAVASSASASLGGGGPGGGGHADVVFDVAWTRDGGTVITASHDATWRT
WSA*                                                                            
>Mpus_Micpu60097                                                                
MEEEAADLRAEVRRAREAREARERVRSALGTAIAGVGLALGGGERADADGRGAGGRVGAAAGIASSPSDDDAIERAWNAP
PRRPDDDSDLLSDAALRRIVDRIYREQVAATRLARVAGEGGEEDEGAERPTRRSRAAARGDERYRRARRPLSAEEFDALP
SLRYGEEEDAAKEEEEEEEEEADAATTEPTEPAVASPPPPPPEDCVICACAFAPADALKRLPCGHSGFHVDCIRAWLSRS
PTCPLCRCACRAAPPPRTRDDDDDDGDDDDDDDDDDGPPSLTDASSLADDDFVSTEHLAELQSMHAEESAWLDRLESQPR
ARLYDRLYDLPAAVAAAAEDGTPTDADAAAGAEDAARTVAARTEAARARGGAGDASLDAGAAARAREEGRGGRRRGERAP
PPGPPGRRVDRVELPLTTAALERDRRSRASAADALERWRGSEGAS*                                  
>Mpus_Micpu54467                                                                
MVRDALARREGISAEEDRDRSDILDRVDAASAWLEKTEGLGARDDDDDARPPMVVVQRCGVLGRPPTGKPGIEAMMQSVA
PGCVGDGDVVFERFGDGIVGVRGGAEGDDACAVCRERVVVVGDGGGEGGAFYTLVPIRPRSRGERRSLRTLPGASLRPHL
AFNPRPRRLSTPPDAFQLHPGGEEAKTKGSEEGETKTPGPSDADAMGLPCRHVFHRGCLAPWFATCDAKGVPLSCPECRQ
RLPLTGEVGPARVLFPHWSPYDRVRVVNAYAASYDPAQLLRARYREFLIGGMCECCQATHMESDPQVYLDCHDGTPPVVV
QRSELPPEARYDVRYSQMAIAEMRGSTAAMDDGAHADFPRGFTMRRCQGELFADEDEG*                     
>Mpus_Micpu323                                                                  
DDELASVVCFGAMASAIVGIQYYNGIVSRKEQVTLHREPRNQYDRNALRVDNVRREQVGHIPRDVAAHLSPLIDAKKIHH
VVGVVTSGTNNRYRMPVSVFLYGRESDRAHVTQRLRNGGVRLGLADGVASKVIEENPPGCLSQSDREDALDALFDRLEKQ
KLVKATMEPSAVVTSPMYAHQKEALAWLVSRENANALPPFWTCDAAAAAAGGGGGSRTVYENILSNHKTTTRPECCRGGI
LADDMGLGKTLEIIALIATNRPGCSPSTNAAAGAGAGEAAAAAATATAPPPAKKKKNTKTAGGTVLATSQDAIGRTFSLP
KADGPKTTLVVCPLSVLSNWEKQLEDHTDGSLTSYRHHGSDRSLDAAHLERHDVVITTYGTLASDIDGVLGRARFLRVVL
DEAHNVKNPRATQTLAAYKVKADRRWAITGTPIQNRLSDLHSLLAFVRLAPLDDRQFWMRNVEKPVKIGDPRGFDRLVTT
VAAMALRRTKDQRDERGEPIVHLPKKTVVVQRVDLDAADMMRYRARLAAAQDTIGAMLEDGSVFRDYATALELILRLRQL
CCHGDLVPAESSAASAAPAAALTEDALKRLLDVLKLGGLDDCCICLNTMHAPVVTRCAHVFCRGCLAPALERKATCPLCR
APCAARDLVEAPADETEDGTTTTTTTRPSAKVTALVDRLRADLGGEPGAKAVVFSQFVAFLDIARDACAAAGFKTCRITG
AVPVAERERVIRSFQSNASDAPDVVFVSLKAGGVGINLTAASKVYMLDPWWNPAVEEQAMDRVHRLGQTKDVTVVRFAAT
DTIEEKMLELQRRKRELARAAFEKKTEA                                                    
>Mpus_Micpu9885                                                                 
EESTTCPVCMADVEDGDVLRTLPCLHAYHAACIDRWLEAHKTCPVCKFDV                              
>Mpus_Micpu47521                                                                
MPRKKAPPRRNGEAAEIAAKRERAAEESARDVAKRARARASFGRPARESADCEILGDDDAADPGFFDLTTLSGRETRGGR
VASGASASASSPPATRVRFESAKNGDVLRWRLASTTREDDGEDATDDDDDASAAFATDIPNGPATTRAFLDLVAGGFLAA
RVLPSQGGGGAGRAIGLVLTPTALQDEATHPEACSRRAKHASLRTTLAWLTPPTTPRDVLAAGLAAEAGDAGEEDGTSTD
AASKSLLREIYDAAKPPSDAPTLRGDFSSRLAPTPRPYQRRAVDWMIRREKGGVGAMSKRGGAQDADADADGGGDDDALH
PLWSRLLGGHRRGDDGVRLYVNWHTGQLSRTRFPAPEDVRGGILADEMGLGKTVEVLLCVLAHPYVPPAAEDAATKKTAA
AKEEEEKRPPDDGVKAEAADARVDVEDGPMIKRGEKDDDAVMRVDEDEDDDDDQSRARCPCCELLDPLFVPPRDGVWLAC
ETCDDWYHARCVGYTKTDERRHAKATRDARRVLADARRAAEEAETSKDAAAAAAAAAAAVTAAEADVVAADDAMPFTCGA
CVAKRAGEIVSGPCGATLVVCPAPILNQWRSELARHAVPGAVRVVVYEGQPRDAGGPSSGTVKKKRGKKTSSATSAGFEP
AQVTSAKDLAAADVVLTTYDVLRNDLHHDPSGDAAGAARASRYAKRYSIVPTPLTRLTWWRVVLDEAQEVESSTAAAAAM
ARQLVATHRWAVSGTPASRGLEDLRGLFSFLGAPSPLADATWWRRCVQTPHDAKSRVAKAQLARLLRRVMWRNGREDVKD
ELLLPPQGQTITWLRPSGIEAHWYRQQKKVCERAARDALRRIRGTPKTATAETDAMDEEDAERARRASAPAWAAAAGAGR
ILGGGDGAFEDVADLIENGGEEEEEKEEEDDDDDDDAPLDAAPPPVVDLTGADDDRYLTTEESRRVLAPLLRLRQACNHP
QAGTHGVRGVVGGPGGPNAAGASVGAGGIHHGVIMTMPQIHEVLIERQRVEAEEAQRLVAFTLNASAGVAMCRREFAVAV
KHYREVLRLAGSGSAAAEDGSLCLRLDALQRLHALHNLREALDAAVADGVGVSRTVADDALFADAETERQKYIAQRAGGL
AAASREVDKSRAAISLARARCGATGTGTGPSGATWWLGVLDGGKTSVDRLLDGVLRGMWQGREAPFRDVSGLRYTLESDL
DRMGEERERFTARVEHLARVTSEANPEDVAAAGKCPECKTKNIFDDAGEAVGSRFVGRNRTANANANANANAPRGGSWCQ
HCRSKVVFEAYENVLFAAQGVDRDMRFGGAGFGRSGGATDVGAGKSAPSSAETVLKHLASRIPKIGLANAAAAEAAAAHL
EMLEEMRKEFTRAMTLTRKQREELYARDELAMATTRIRVRAEHEVALGGLPDPVPEHLRDSVVHEWELDGKDTTYAMDRV
TYEADLRRASAQTRFLERLRHEDEDDAEKAFECPVCHEDVDTSAAAASVAVLPCGHRQCVRCTDALVDRAPPPPPRHPKC
FKCPTCRARVPSDEINYVSAGSSRVRYERWPAAGASANDDVMDAQLGTEREQLEGEASKVVRGSWGTKVEAVARRVLWLL
DDARPGADADARALVFPEWEDALRVVAAALRANGVDVEHPAGGGKKLRDAIERFKAAPALSASSASPPPRVLLMPLRRGA
NGLNLTEAQHVILLEPVLDPGAEAQAMKRVDRIGQTKPTCVHRFLLSGTVEENVHELSRRRREAAVGDGGGDVGRGRGGA
GSGMKLSEVDVLVPPA*                                                               
>Mpus_Micpu53646                                                                
MGFPLADVLASEDSGVVEEFQCKICQDLVEYTKCSHTICAHVFCAGCLHDWLARCGDQDVQNDAAAHGVNPNPPRCPTCN
TPLASDDVSTLKDASPLAWRLLGRVRVRCPLHASGCAWRGDLSEVSSHLTNSGTHLAGRDYAPESGKANAEALKDQGNAK
FQARQYQEAIQLYSKAISAAPGVASYYGNRAAAWLHCGAAKECADDCRRAIALDPGYVKGYLRLAKALCEQSDVAAAEES
LRVASLKCPGKKELEEEHARVRALAGYLASGADALAREEYALALEIYAAAMGATQCAAATLGAARAETGLGRCDRALRLS



LQVIRAEPSNVHAYAVRGHALCLKTDFDQGMKHLKESLRLDPDHREAQSLHRRMKRAGAALDRGRQAAAKRDFTTAVESF
TDALAAADAPVSSPLTAASLAERANAHLRLKAYDDALRDCGAAIESQEDYKPAYYTMSTALLNTGRPTEAKEVLEKLLEM
DPADETTRRHHEKAAFEVKKAARPDYYAILGVSSVASVPEIKQAYKQRCMEWHPDRHASGTEEERAAAEKNFKSLGEALE
IMDDQMKRQLYDEGYDKEAINERVEAAKRAAHRGGGGGGCGGGGGCGSGHC*                            
>Mpus_Micpu124173                                                               
MACRGTRSRVDGEEMCTVCLEPLPLPGPGADVVLVLHACGHCFHRDCAQRMLLASLRKHQKPRCPNCRATLATAPFGTLL
GQRKQPREKRMRNMRELLSVSEDYMKSKNWRVPRRNPHGSTEAQRSLAKLIIQTRSAFKDEFGCEP*             
>Mpus_Micpu13206                                                                
MGTKEICKYYLHGACRNGAGCRFSHSMDAPKSTVCAYYLAGNCAYGDKCRYDHVRPPKVRRRAFARFCALERNRRSSTAA
GAAARMTSGGTTTTRVGPSVVAFARSLRPLSFLLSTDDKILIRSSNYTIDSFHDGDARGERDVVVVRSLLRRSRRCRHCC
NHNFRRSRAHESASSRATREDEARAAASAEVECGICLEVVHEKPRIGDRRFGLLSGCDHAFCLACIRDWRDGGVAGKDAA
TASALDQARKCPICRAQSHYTVPSTYWPRDEIDKAMIVGEYKRRMDKIPCRNFDYGDGHCPFGSSCFYAHLLRDGSRASE
DVRKTTDAEGNLNIVGGIRLSDFLDTSAGRRALR*                                             
>Mpus_Micpu58044                                                                
MSKMLTIYEEDGVREWKIAEYDCEPLYSHVVEIAKSGRARCRRCSELIAKDTVRVGVPIKWRGGMFGWISSWQHPACLRV
PGYTRDELSESIHGAKTLLTEAQLESLLDELTNPEAAELDEIDPNASDFLVRADAPSLDAPTTLTRELLSFQREGLGWMV
ANEASDVRGGILADEMGMGKTIQCISLLLHQKAKRAAERVKKAKDGVAASVADLAPRPTLVVVPTSALAQWEEEIRACTS
PNALSVLVYYADRKSLTPEVVARHDVVLTTYPVVEGEWRKVVNRDLVRCEYCGKKLLPRSMISHKKYFCGPEAVRTAKLA
KREVKRDVANEKAMRTLKIKSGKASDVVDANADVVDAKKKKKKKPKRLDADANIAREVADAMPTISNVYKELMAKAGRPA
RSMYEAAHDARANPFGGGGDDDDGSDSDDGSDSGSDSGSVMIVGETPGDDADDDVLRVVMEVSRLEEEERRRKRDHDGLM
GVGGAAKGKAKASEKQKQKSSDDTSIKKKPKRTPGPYVNFCKETRPKIVEENPGITFGEVGKKLGEAWKKLSDDEKERYR
SKVIPPEEEPKVELKVEPAVVVEARGKRTTRGASASAVVVKEEENTDDDDAAKKASKKASKKRKSRRAGSDSDSDSDWSP
TEDDAKRSQEDADSQIARALAMVTESSDASPDGGGSGLGAGEDDVDLSDSLLHAVTWERIVLDEAHKIKARTTNTAKCIY
ALRSAYKWCLTGTPLQNRVGELYSLVRFLRMDPHAYYFCKVKGCECKSLCWNFGPNQRACAECGHAGPRHYSHFNQTVIN
PITRYGYVGDGKKGFLTLRNDVLLPAQLRRTKAERAADVKLPPLKIEIRETEFDEVERDFYDSLYMLTRAKFDGYVKKGS
VLHNYAHIFELLSRLRQACDHPYLVIHSKTAGATGQGAALGEKKKKNANPTDALPDDDDVCRAISIAGAEEPKHYCGLCQ
DETEADDAALAGCKHVFHRECILQYGCVAASPESGKKVTCPVCRVPLTIDLQPTDLSGVPTRVATSIAAKKKDELPAKSI
LSRIDLTKYTSSTKVETLLRALREMRSGADGHLNKAIVFSQYTSMIDIAEWRLKKEKFVVAKLLGSMPVTQRAANLKAFR
DDPNVSVILMSLKSGGEGLNLQAANYVFVLEPWWNPAVEMQARDAPAGPRGFILYFTHPSVSTFDRAVMRAHRIGQRRAV
TAVRFSTKNTIEERMMQLQEKKRLVFEGCMDGNQASLSQLTEEDLQFLFKR*                            
>Mpus_Micpu57237                                                                
MASSSAAALAAEFETAKLMRECAEREVAERDAVDENGHPVMTHRAVASIVRECKGFIVPEVNDKLWLQNRRWKVVQGLEK
FTGVGVLHLENNQIGPTLGPGLRHMTKLKLLNLSCNMIRTVDVNLAANAQLSLLNLATNQISSFTEGGLPASLNTLTLDS
NCLDRAAAIAPLASLPNLEVLDLQRNKLDGEDLFPLFASFKALKVLYLQGNPIQRAPNYRRKLVSSCASLTYLDASPVEE
LEKTGAAAWARGGADAEISARRSFHEERRAAQRATTRRIAAERAARRAAASIGDDASGRRVLLPDAMRALATFVLDDAWA
SALSERDCPVCVQPLKAGERALPLDACGHVFHLACLKPWLTQASATCPLCRAAVVAPSGGVAAAETGEAAKAAAKAGEDA
DAARARTDGGGLSSDDIPGRWMRAPVSNFVLSMPSIGATPSPGGFCAGNDFTDGRSGGEGGRVDVDVDGDGDGDADRPER
TITAGQRETNAIIQSHLRKRFSKLSSSRAAVEADQLYAEAMFARAKERRAEAREKAAAAAAAGADGEVATTTTTAAAREE
AKARVAADVGETAGPVEPEPEPEPAAAAAEPEPEPEPEPATAATPSVDGTAAERIAFAAQLLARSAPASH*         
>Mpus_Micpu40261                                                                
MSDPPAWLGFGSSAPTASRASSRPRRTRSQRDVDRDVVGPESSSISESLHDLNISPSGRVPSRVPSSPFVRRDGLERSSS
LPASTTASSQPPRPPRRIARQKSNKSVAEEFGECAVCFEALCSAPTAVFVASERHRVCAHFFHVECAGELAKHDKKCPTC
RASFARVLPVPSPRENPNGWFAACDVDGDGRLSKAEVLEVLRAQLKCDWRAIERELPTLWPQWDVNGDGYVERHEMMKRG
GLLDYVSKSFAKAKSVDAGGGRGGGGGSGFVFGDVGVGVGVGVGVGVGAAAREERQKRAEAAHHSTSGSHGIHRDDDRRR
RHRKREVPSIVNDPTAWFAFWDFDDSGALDKEEVVRALIKTFKLGRDDVRKAQDMRAVVNATWGLFDPDGSGSVDRREFL
MRDGLAETIVASATSGGLAQRHGSRSRSRPQ*                                                
>Mpus_Micpu19266                                                                
MTGILRSESCGVELAIDARWFKLGSYYRKATTYALMMAVAAPLQIYLLTRQGEHSDTNTGYAKLSLLCVGMQAVLDSYQC
LMHLTAGIVVDALFHSFGAAAFLQFVLFSVFEMRTLLQIWKSRRPGAEQNWLEMRRDLSMLYTRFYAGFLAGFFIMYWCQ
KRPWIVAVVANSYWVPQILWNAWNNNKKPMHAGYVVGTSVIRLLLPLYVFGCPTNFIRIEPQYWVCLVLVSWVGAQVFAL
YAQHVRGPRCVFPESWFPPVYDYHRDVSEDGDAGGVDCVICMATVECADRNQRVVTPCNHFFHEPCLTRWMEVKMECPTC
RGALPPADF*                                                                      
>Mpus_Micpu125101                                                               
MTRVERECCDMRERTLVLRTTTFESREDKDERVEAYKEKYGTRHDMHEAMTAQMHMQHVLLWRSLHVSDLPPSQTNEGVR
LAAIMLQQSEARMSNSYRAVDDAMRAFEARLPTNALTSMCETIPAAGAHAIPGFENRTPEELVCSICLCQVEEVGTVVCT
LTCGHAFHLECLESWLHGNPTCPMCRHPVGKDEEEEEDEEEDDEDDGEVVVEDEDDEDDDRRSAFDDDEVGILR*     
>Mpus_Micpu214155                                                               
MKFGKQLEDKITAAGAIGEKIPWLNYAKLKKLRKCRCGGDAPEKDDDGDDESECSSEGRAEETRRRAEASGDDSNADATT
TPPRSTPASADDPPPKNEMDDDDEMDDDDDDDDDDDSPDKDAAAPMHYCEICATAFFRELDRSMKATARAYFAWVSRILA
SAPLHQHKHTSSRSWLRRALSCSPSAEGGAGMMMSRSKREKAAAKKREKAAAAASASAARERRRSDGSASGGTSPHGSRG
SLADAAGASSSPERELSDDWDDWDDWDDVGGSGSAPDLCGVDVDVETEARECLLWIELNATALRKILKKWDKTNRSTRGR
ERLLKYWSDSHYQMLYSPLIMELRVVAGLLEGGEEGPRWKHLTSSEDAPRSESPTPTSSAPATPTFSSTTAQNENLTCGV



CLDVLYKPVGLACGHVFCRDCLLQSAGVLAPGASFKDLRRNANQVGVEIENEATTSGEDGRGSAREGGEKRDACPECRQE
HVFASSVRLMHVQESLRAVDPEGYKLRKAESKKLRRGLGKEAALNNMLRMITSVATPRGPMTTTLHHAHGLHAQLAAATQ
AAAGQQHHPD*                                                                     
>Mpus_Micpu51395                                                                
MTRDDDDDARDADATPPTTPRSLDEDDAPDEDAPPPQTTTTTTAAATTTATRTPATANRRRLCFATAASTTTTPSTAARR
RLGTSDRDAFDRGVGVHAPPTPAPGLKCAGYHDGAEMCAICYSPLDDGAELFTTTCMHVFHRACLVRCREADFRRVLGAR
RSVPARPRENAVACAAFLSAQGPSLSIATRLDAFRLHQSII*                                      
>Mpus_Micpu60951                                                                
MRRASSSSSRRPPGGGRGRRGGDVDMVAAAVALQDHLARSLKMGAPRVRPTAPRRRDDVLLDVSSSSGRLPPRARRENAD
PNASRAAAAAVGRDDGWRATRDAAAAKPWTNDEDDASATQAMPRRRRRPTLAERAGFVPAPPPPLTEAEWARAHATSKKR
AEYPQCEASCAICLSAFGGASQVLLPCAHIFHERCFESFERFAGDSSASYHRCCPICRASAHEKRRIRDGAASWRRRAAI
KIQTAWRRRRCVRWYARVRASIPPSDPIAKRAWFADKVRDVVREDVRAMRDVRRDAEKLFEAIAARKGEAYVAPSYLLDG
SDSDEVAGDDDDGDGDDAQLYSDVQLSLAFEHAAREEAAEDAAAGDDGVDWAAVERTTSDRAQADCPICFAALRRSREED
DAGDGGDARHRVDAAPLALLDCSHCFHMKCLRAFEAYNSAVGRARTCPICRGEYKRRAVA*                   
>Mpus_Micpu194508                                                               
MDDAETTPSLPAEEAPPPAPAPAPEREHERAWCHDCRARFDATPEFLDQRDPSCPACGGPFVEVLDPDDDDDDGDDDAPS
TTTTTSTTTTTSGAGAAVHITLDENANSEDIMRATRQIIEHLSASPTLTVGNGGGNGGNGGNGGNGGNGGVAATMSIQVD
GVPMTDATGGFGGFGGFGGSFRGAGGGLAGLAGAFSGFDAAGFPDVNLAELDTRSFHAPTCPTFVANLPSEVMDGVVDKD
NDDAKCPVCLVDIEIGTTCKRLPCGHRFHDRCIRTWLASKRSCPVCRAELPAAPSGDGTGGGARAASGYGFDGSAI*   
>Mpus_Micpu40349                                                                
MASRKRARPSSSSLPLETPGVRHAWWGRDRDRVVDDDGGGGGADDAARAILDPLPLPFSAARTMGGKLASNARARCKLCD
GEQSRDDMALLSGCNHALCVDCVEGWATRRARNCPICKVAFDGWYHGGDGGDGARGEDGGDGENGENGGKARERRFHKLP
PLPEGGVVARTPARSSRALTFDLADAKKPRRRGALFSSEPEPETETEGTEDGEDDDEMREALRMEASAAKKERSRVGSAR
ENDARVDA*                                                                       
>Mpus_Micpu187166                                                               
MSTTAGGAIGRLAAATERLRRCSASAGIDAEDGGGGGGGGGAPVDVIVDLTQAPNHDDDDDDGDGDGADDADDADDVLDP
ALPPASQDDAAKGALSCSICLEPCALDGAHQVSALSCGHCFGHACISKWLTRHKKGNGGKCPQCNRRAKVADVRKLFVPA
FRAFVDTSEVDAAHEELARERAGRIEASFESERARGRLKKVEAELEEAKAAAARELEEANARVKDLEARNAALTSTRAEE
EVAAAARRRRTSSIDASGSRPGPGPGSAPAPAPDATRKATAPAANKRKSTAPSDGDGAGGDRRKGTVLAMFDPNRDARES
RAAAAAAAAAAREEEEAAAAAAAAARGRYEQRFVTHVSSGRSMDVNGSFTIVSEESPTGSTRLTKISHASHSSRASVALP
AGSGRARDVRIADDGDGASWALAACLGKRLVVVDLARDGIAACVRTPAPAWSCAWGGWSVATGPGASVNVSSSRDASSAD
PARDPNYVVVGLANGETLMYDLRRASEPVARVPAEEGSHRPPVHTVVPIAREHGGGVLFGTTLGAYYYQPGGASSDAMMA
SDAMMAADAVSDTVSDAFVRRLPHLPDAGCTSVAWAPGTMTAAASFRGRKPGQSDSYPETHVIMRAASAAEGVEGAVPDG
AGRARPRPLLQRGDDSNPNPGGGDDGSRSYPHSFPFPRANVTRAAGHRNKDVMSRVALLRPHATRACSVFLAGASEPGYN
AHTMTWMGPTVMVWNAATGRMRQALKSSLPASGGGITDVRGWSGGGGGGEVLACVNRDALQLCTWTPGEAP*        
>Mpus_Micpu50363                                                                
MTSLVAADVDAMTYEELLETFGPGVEGVAGAPAAAIDAVPTSTLAADYAWKDAISDVEASSCRVCLDEFRVGEKVKALPS
CGHRFHAPCIDKWLLGRNACPMCRVGLPETLCAMATGVSASAASAAAAGSAAGSRGEEEDVVAAAVAPSSAGWFEWARPS
VVAPSSWFGRGRDR*                                                                 
>Mpus_Micpu143722                                                               
MTLTKYVVGSFAVAGGLVYHAVKTREQYFPAMLYLSTSKLSVVVLGNLAFALTLVLGHLLKTMFLGTLREAEVERLYDRV
KDAIMETCLAMTIFREEFNVRFVVLFTSLLFVKIFHWLCADRVAYIETTPSTTRLSHLRVCVLMVALVSIDTAFLNHAIA
HTLKNGPSVLLLFGFEYVILASRVATTAAKYVVNVVDGWLDGAWESKGTVVFYLELLTDLLHLFVYLVFFLIIFAYYGLP
VHLVRDLYVTIRNFRRRVEEFIRYRRVTANLNERFPDGSAEDLAANDDACIICREDMVFGVPGAMRPKKLPCGHLFHLGC
LKSWLERQQACPTCRAPVLPED                                                          
>Mpus_Micpu55314                                                                
MWRKARLVAVNEHAHDASIKGISAGSWPFAASEPLHLSFSSSSIDAKSPSIFATAGMDGVARVWRLVDGKVTERLRRVTV
LEGHSAGVRAVALPPPHRPHRPTAMRLGAVTTSYDATVRLWYIGDKTQRCFVTQPLRGHAAPVLAATIAPNGKVLATGGE
DGRVCLWSLSDSKDSDCNLVTDSLFRCQSPSTASPRPGTLDPIASVNVYERSPVRCVAWSTDECAATGGEDGSIRVWSKA
NGGGMAKCVFVLAGHFAAVTSIALCPRKHTRKNVGRTKKGQDLIGERSRLLAGCDEGFFQVWRVDVRDEKKDNAIATLTW
EWGDRAHVGTVRCALLFTTDAGLVVSSSEDRTVRLWDLQSGECVNVLLTGSAAAVECVSFSFCGYFLGVGIANGSLQVWR
DDTDNSPAADFDASSVMTTVAARIELGIRPLLHPHDFESSVAAESAAGTAVTSSLLREAFDAANEDALAALPRIDKAVLV
SGVANVERYRGEIQVVRGASGALQTLCIVCHEWIELKCVGGGDGRDLAMPLPCGHIFHRSCILPWLLNSTTCPTCRASVF
KTGGIKPTACTLLSKASDCSRL*                                                         
>Mpus_Micpu183490                                                               
MPARRVLDHGAREYVDRVVDAFGVTRAPPPPPPPPYAASGGGDASAKHAANIVGVSGYLLLAVAALFVCVHCCRFGTCRD
ESATEEGLLRAAAARRAARRRRRRLARGGPPEPYAGADDPRAASAELAARGGRQQQQQQQRQPRSLLARWRREAAESQAT
RASRARGGDGRSGRPRRGQSAGAGALQGGGGDGGDGGSTTDDEEYDRAVLAAARGPTGDEPRPATRGIIASLPRCYVGDD
KWRARMGMVPAAAAAAAAAAAAAAAGAGSGPGKGFDFITSVALAEAYDAERDTCSICCEETEPGDEIVVLTCAHAFHDEC
MTPWLRVKLECPVCRHLVERVSRKDARAVFSPPPTSRAGEGGGREGDAAHVAVDVEDEERARE*                
>Mpus_Micpu57582                                                                
MASVEDAGASPSTRERDDANASRLAKRQRVVVAADRAPESSKDEAYRQRPSSSTTRTLARVWRVPPGSPPPLLSKEPRAS



ESASDGAEGAGAGGGDAGGGGGAAAGDDADAPADEMDGDEAFARKLQEEENARWRAERERAAERAAEWRRSQEALEATLA
EVDDEFGDSDDDGDDDDDANGFDLENALADAAAGAGGGAGGGSADPERAARDARRRTTAAARRARVMQLHQIMGALHQRV
YALQGVAGARPEIAALAMSDRDFDEDDYERLLALDDDVKRRGVSAAALARIPVFQWKENGEEEATAVEGATAPGPGPGPG
PSEDAPAPAPPPAKKAVRVCETDARCAVCLETYVAGDALRRLPCLHAYHKDCVDQWFARSVECPVCKHDVNQDDVAA*  
>Mpus_Micpu39051                                                                
MPPTSSRFFRGATRASSSSLEDDVRALLREVRARRRRDRAREDAATEEEDDDDHDDEVITCAICLDAARSPCTLGGCAPN
ARASHVFCEDCITRWSAVANRCPLCKASFDVVHRRDGRSSFAVEARSPSGARGDGDDDDDDATIAALMAALDETFCEVCA
GGDDEDTMLLCDGCDRGFHIACLSPPLTALPAEEEEWRCPRCVDGTAEEEAADEAMDVADGEDAAAAAGDDDDDEEEEEV
VVLDENAPPSPRAKTATALESFRYRGGGRVAP*                                               
>Cmer_CME030C                                                                   
MEQEAFSCPICYVDEVPEDDQLVLPECGHRFCALCLIAWAAVRPTCPLCKGAFEAALVRRLLDGTPLAPGRWQLEPLPLL
RRAPWLVQRYGLAAHGGYAGCRGDALTSSASASASAATASWFAAEAPGATSATATAAAAIGVAVNDDEDDGEEAREQAFW
EQEAYEAELQANRFLFGNRRFGAGGYIRGERLYGRPVRPHRRMGRKQRSVS                             
>Cmer_CMG008C                                                                   
MGQTLEKCAHTQHSAPKQLERSHAESSPSSRARHSNGGNSSPRNSSGRDVAGSAVSITAASEPIAGARRSAQRSESRRTA
TVRTGAQQASEARRGLASPVSRKAERSNKTNHSVGFSAGSPEPPPPPPLIPRPGIDVYNLLDEDDVDNSCPICLESYSHE
NPRIVAFCGHAFHLGCIYEWMERSPYCAICARAMQFSELASTESERVSRETRSESDSSWTVQSDSDHSRSLENALAELGI
DTGAIWGGSVLPPPPSSSVSNPVKSVTVTGDVSQSVPEQRQMLRRSFSRQGLLTGSHGEINERANDDPLAVETVEMQDLI
QWDEEHDVTAPELVAPAPVTGLETYTTDSKTCAVQNQVLEAQVR                                    
>Cmer_CMG190C                                                                   
MRSTAKYAAISYCAIGLILGHAWLTQPNFYRATAYLYNSKTARFSAVNAGLVSLYLVGQLVQRLLLGELRLVEAERLHLR
ARESLVEMFLAMTVFSRTDFHARFLCMFAWTFFLKVFHWLSQERLGYVEQQVIMLSRPRLTHARLVVLFCWLFVTDACML
WHCLHFTSTNGPSIMAMFAFEYAILLIGLLSQIVRYVVFIIDVFVLTEGTWDDKGLWLFYNELLSLFLQLAAYLAFFTYV
HLFYSLPLHILRDLAVTARTFRQRLIEFIRYRQVVRSMHTQFPNATEQELAAGDRTCIICREEMFGGAGAKKLVCGHIFH
LRCLRSWMERSMSCPTCRRDIRPLRAPTTSARPTASSGAATHHDDGARRNAPGSLSTRPQRGATAPIEAPATAARRVDTS
AVPASTQQRMRPSTASADREASDPEHLSRNEWNAHSGRPPWTTARLTEMPPPSSSTSTPAPPPPSSPPPPPPPPPQLLAV
LEYIAQTAPHADVQCSPLPPTSTPAQPTRTHTTPASYARPRSATIEDARRLQRQLDDLSSVMRNLIERLEHELEDRDAEQ
IERR                                                                            
>Cmer_CMI144C                                                                   
MAIIVFGIVAAVCVCLLLAAWLYACVRERRALRRAMTRESAANRAVGDAEDPTRMGNQRAVFVDGVYLYSIPGNAGGEQR
APPGGVAGAGVWGPTRIPASLVLARLDKTSPPAPLTSCPSCGAESPAAAAALATVPNESQREGKGLCGADGVYCQCCSIC
LDPFMKGDMSRKLSCGHLFHSHCISKWVQRANRCPLCQHEIVRLEEVVQDLRQTQGGSGSSTGTAQDADTGTTAAPGSAR
TQPPSDSSISGTARSTAQENRPVPRPRNAQQYPLLGSLGSGFFFA                                   
>Cmer_CMK309C                                                                   
MLLLVVEVVYGKGRSLLQQAQCMHPHQSSEADESSTGVQNESAPRWANTRLTKGPSEAAPEAPVSDLSPESSTALPAVGA
ASERGEVCEAWRKQPATGTESVDPPARANDFRKPKGYARREPEDCPKWLDFRAGNPEIPLDTVTGRIHLLADRQSARRVQ
EPQLESSAPAASTTAAVRKPTESSLGDHIARSILEHKQSTLNEDEDQTKRAEVEVGTPKTLAEASSDSVKGSHATGEVPA
AHWKSSPSSLTCSDFARRHAKASMIFDQTTLLCMLGVPGYLSTADLAQFVAPFRSRIRRMRIVWDLSYSNSYAVLLRFLS
PDDAVLFRMEYDGRAFSEALAPERCRVLPVERVVYRCTSKQSSRLVASLALPSEQDGDEIVEYDESTSSDADIGHLEEWP
TCPVCLDRLDLESILVGLCNHALHTACLARWGDPSCPVCRFVSETLNPQKTSCQVCNAQTQLWICLVCGHVGCGRYVQHH
ALAHFRDTNHVFAMELQSGRVWDYGSDSYVHRVLLNEVDGKHAVLEMRASTGSRAVAASGVPYHSDGGANAPASSSQRSA
PEIDEERTQLFAATIASKVDSLSQEYEMLLLSQLESQRLWYEAKATELERAWSKRVQELEQRLERLSKPKCSRDAATGDG
AGNEFDAKLLRELNERLLRDAAAWREQVERLKRERDELAEQVNDLLQHIEASAKLSARGNNSTSIRLEALRNRRITKP  
>Cmer_CML287C                                                                   
MRTKQARPRRRPYTNEGVVQTETTQVAPRRLEAKRPRSLAPAQACTETWLDIEPAAAADSNWFAVGMLDGLGQHQVETFT
DSAVLHLRASENVPALSGSQTCWSLRFVSTGCAGADCKPPMRARKRKAPDDAEQPEAVSLGPVPAALVESVTRLCQRKIL
TLAPIPEPIPSFLVLVHRERCLAASLRQEVLRRDLHQVLSWWHPQVALAEARLQPTAAYAPANVGWCFRSARGVVNVQVA
PRAADERSLWGEAPWVYEAMRRLPSDVDAVPEASPGAPHGAASRPLVSPEVPGLRPRLRPYQCRAVTWMLERERHGIAWE
SLAPVCIPDTRGGGEYAPLLFHALESVATAASTSGIDTIPEHLVYGGMLCDEMGLGKTVELLACILLERAQRPVAGNASG
QSDDHIPEDGCVRQSKRVCCECGRFQNKPLVHALIVGRARKRYFCEDCAELLHSDTPLPSKSTLIVCPSIILRQWESEIR
KHVEDASLDVVVYQGLHRETYQRLRRLRRADVVLTTYDALRADVNRAHENILRPRSLRYEKRYRVAPTPLTRIEWERVCL
DEAQMIRGGVAAAAAMALQLHAHKRWCITGTPVRRSVDDLESLVRFLRFEPFCEPEIWRKWLIRPCERNGSGASLRLAQL
IRALAWRSQKADVWMELNLPPQFEIMQNLSLGPVERHYYNRQHETCVSFVQHLLNARVAKYLEEPGSLLKSASRRGYGLV
RSVLHHLKVLRQACCHPRLAPGGFGGSSTGTGLEANMMTMDQVLDVLIQRARLECEEAQRSLVASLNGLAAIAWLRGQPA
DAVRLYRAVLQRAQEPKQANFVEIDPLQRYHVLVNLAQVLEKHPAERLDFGVTLRDDCLRSDADALREAYLRERREQVQN
ARRQLQRLSSELERCAHAAPVRLWWMTALDAIERADCGQWLLDRLEEDGIVRQLLGGTQTLSLKALRYALVRSFDALEQS
RRTLLDRLLSLPGNGDAEPSEAEVRASGTCRQCREDMLGEPCRHCESEDLFDAYERCLFAVRTRLVNASKAPDATTGDRL
RRAAAVITEGDGGVRLASELERALRFIAAALRRLDADADTGVLGESAAKEWERFALLKKEFTHAHVYFRAQKDYLGALDE
LIMAATRITLRAPGEQVSESERRYRILEAEIESTALALELDRRLAEEQSDRKKGQLVYLQRLKSSCVEDLAAKRQEPCPI
CYRQLGSELVLLPCGHCFCIECTSSYLEARVYRQHSRSLPCPLCREVCNTREVSFIQTGAASSQSAMAPIKGSFGAKIEA
VVRDLLFIQEYATRQVAERGPVPDATHRCVVFSLWSELLQILSAALERNNIPHVIGDVEAFRGRREPMCALLLPIRIGAN
GLNLVEARHVFLLEPLLDPAAELQAIGRVHRIGQTCCTYVHRYVVQGTVEEQVQAISASHVWQQQQQQQQHQSTGQCRAR



PPADMLDTHALTLADLRSMFEPAGR                                                       
>Cmer_CMM012C                                                                   
MEFRETIRQQLQYGEATPLVMSSSIAAGSQNGGIGARLLRSDSRQVRTHVHERVRTDLMPWTRKLSFAASFLEVLVEAAV
LLLTRNQPCDAPLKLWIGVLIALQTASIVLRLLGSVYSRVALLELQPAGSDGSGLITQEVFRSGQRGDLTALAASSDFDA
PGATFAADVEVPAFAVQQPTRILHALYLGWIILGSIWLSESRTCPGTAPLLFRICVILVLVYFAFLMLPLVLITLIICCL
PLFIRFLVNYAERLRRQERAAAPEIVEQLPVVQFDASQCEDFGFEEDGAPICTICLSQYEPAEEIRKLPCGHHFHRACVD
QWLLFFDKSCPQCRSDVDASQTTRHWQGNHPERINPASSSEEEYV                                   
>Cmer_CMM141C                                                                   
MPSKRRPHSDAKVAAGGSSGDGLPPKRSRQNGSAQFKAPPLLHLFHFHRAIRHDLEQLLELLESVPPGGSVIEHEREELA
AQLESLRHILRHHCSSEDDVLLPVLVRKGCRILEQNEGAACHNSAVFMELHEKMEALERHLKAADTWPSRAEWEQLRDAV
FLHLDAEEEAMTPYIWDSSCLTPDEQGQLLVKIIFAMPEETQTRLVLKSLRELTSTAERSYFLVLLKQYASVEQFASVAG
HVAQDMSPEEFQELSEHVPGLTEAAESQLRPLMEIRHIHMAFRHALEDLQQAIDDVDPSDELQLRSFAKQVRFLRLMHAA
HSQSEDAVFLPELRKGDREFAEFIHGDHHTEDSIFYELLCDVEKLCAASAEQRPPLMSKLRSRVRSLCGHLLRHMASEES
RLLPRLEGHYPVLEQDRLVREVRRKIPEDALRVMMPWLLGSLSIAEQETLVRNLLRSMSRQEFARLIESVAKSVHMGVLD
GRNWYELARRVPEIRNHSGIESESGLYSGPLAEIMRVHKAIRVDLQALADAALKLDPESLNPRHLTTLRERFAFLERMVR
DHSNAEDRVVLPALAERVHGIVEEYETDHHCEQELFRRLLQTLLDIQCAGTAAETRSLIRKLRGIVRALRVDLMHHLERE
EVVLWPILAEKFSADEQTQIVGQVFGQIPASRMQELLPWLVRVLSRHESANMMQHILTITRSTMFAQWLRTWFKGFDELV
GGTRQADATGPGGNASIVATPAHGRDMDSAKYEAAAEGYIRRAMGDVERAIRSIARDETLSERERTMLMQNVMISQWRRR
KLQPPAEHAASSSSSARSCTWGDAEALIKNTNTTNNNNNSSPRASTDPQGRGICRMYRPGSKTDSSPGQLGCRHYARACR
LLAPCCQVYYTCRLCHDEVNDHVMDRYAVERILCMRCLTEQAPAEVCSSCGERFAHYVCLICKLYDDAPNRDIYHCGYCN
VCRVGKGLGIDYFHCMKCNACMSTASAKSHRCMEHSLESDCPVCGEYLFTSTNPIKFLRCGHLMHASCYRRYAAADYRCP
LCKKSLADMSAYFAARLRDEPMPPEYRGIPARIFCNDCSARSLVEFHFLYNKCPQCGSYNTEVLQVGRLLPSTNAALS  
>Cmer_CMM215C                                                                   
MDLSAQGSGVSPTHPGLREAPEPDLEAVSRPSAIICASECPICFEQLASAGAHQICCLRCGHIFGRSCLERWLRQQRRAS
DRCCPQCKQRAQLCDIRLLYVPGTHMERDARPGGNRTGAADERQLSHVQRDPATVQLVTREVDECEELRNALRVERKRRV
RMELELCRVRNELRTLQASSGREQRKSEPERLCTSAQIPGAAGTAELPPAMVSVDPRERAAASSDYSMLERLNIRFCGQT
RCLLDRARIAYIHADRASIYVSTAVSDMKGVHDAQTYTLKEIPLELMSSPVVPALDPDLHRGPIRDVTSNGQLLASASLD
GNVSLVDMQTRLFAAKIFVGEPLWSVKFANSWEHGIAVGSQRGLLRLFDLRKTLEPLGIFRCAVPSGGIHSMHLDSVGDS
CSEQLNFCTLQSLHTVEFSWSTLSGNHAVEAYRFPDLFSSPTQMYCMRVHRRFMLLSGRRGLASDGEHVLVDVDHPSGQP
LVVHRASGFQPGPQLCSTDFAMLPNRQAPEDDPVPLLLSGDAKSPGALRCWAPGVISESFCLNLGVACERGSEQRFVPNV
VADERLGVFAAVAPESLSVFSWTRQKS                                                     
>Cmer_CMM236C                                                                   
MELVVTRDGFGDSEQSTPLTAVRPDTTCNEDVDEVTGQVGPAPASEPEKFWVHLGQLLGAFGSFRVLTEFLHRFLEAEAS
IAGTASHSTSAPCSCTEAVRSAGQHASSQSCCMHGTGSRFRMSLRRYRNWLVPLTACDLENELDAISPEPAAARLGNTAP
LYSAGQENPSAQISDVFIQKKARNRYLQWVRLRAWLQERLISCAHMRLPSFAPRWSEFSMENLPSFENIRKSLFLMNWRC
MWSSLPESAVTVGTRRPADHRDSLIFTCWFSKKDTITEKSCRKKRLWSSRLLWRAQTTNDGFTRIHGATRSSRCSASESV
PKSAELDRDANTSERMCDGDPTPPQPASVAMHSSPQVQHEQEDARQLRWLYRLPWTQRKWIWCETDESTHPGAEGSRATG
NNQNARSIETWRVLDSLSLDLNRVSSWLTARRLSSTFEEWDADEEPPLDPSAPLIISAARSSTAEDDSPRFNLLHGVTET
AADTQESIQADTQLDAANHHQGNSPGSLRSASAGQSRMRMEFTSDEHTVFQDDSSASGSRVPRHLREPIQRLTMNLHFLL
DNPHLNVAPYERLANMGSSSFDDLSALDHAQRHLGNVENLRTHSGLDPETIERYTLVGSVTEEGIPVIGTLNPGPLDLEH
SSTWNSNDDSGADNANQVTRMASDAARVSAPGECCCVVCLEPMRRAEIVRILPCCHFYHKDCVDRWLQRHKRCPVCNGDI
EQLALAFSDPSAGCDSGTQGANGSARVAIRGGHAASRRDRLRRRYRAGDRAPSPALFFPNEDPLDLIEADGAWWDWFQGP
APHELE                                                                          
>Cmer_CMO162C                                                                   
MASHEHRAQLGFLLGVLSLLLLRFTGHVNASVPTPVPWSAINETCSNDTVLTQDSSACFASLPVASPALSFRVNTSSMDS
SYLIIEMSRENVTVDAFRLAGRVELTVQDVARNLTLATDNWGYLAGLPYVYVVLNKTQFGNRTLNVAVQGNYSSVLTSEP
QSITIQGPIRLRFADSLKQTCALGPFSESPCWGNGTCSTRGVCDCSGSLVGPYCSVEAPNITVGESTTTLVNFSTLSYYR
FSAQTLNTSSGATNYAVTLAIQGQNGCPELLVTPDNGSYRSMPVFATFSPNDNFPANESDTNSFICGYSTQNVLLSPNAS
TYWVSVANRYCPTNMDPFSKANVTLQVKICGGSSGSCPPASPACTGPPFYNSWFFLLPILFGGIAGVLGIGLLLAWLFPR
REYPTDPGVLYAMGPYVSEAEAQRLANSGIRIVPLRGQRGARNRLPPIPPEKIEAVFPASLYCSGEHQSCKRSDTSDDAA
AGENAAATPGVPLGGERTPDAINDNTTPYMMMPNSAESLTSPSLLVQARELAKSTTDLAAVPRLPPESAMFDPERSIAYS
SITCPVCLEDFADGDRVRRVGCHHLFHTDCIDPWLRKHPACPVCREDFSPLLRNHALPNEPRLPDPVAQPGDVERGIGEA
LPPSGTMMNAPVAPATQAHEASTGATTYRRWPWPRSAWLVSRRTSQSLPSSTHTESSNATDSPQPQLR            
>Cmer_CMR135C                                                                   
MRCTARDMRRTSALGTLASNAQRVRWQRYWCSCGCFALRVRTLCDTGYAIWPYSDNCTSRWSMPRYVRLVPVILSVVWVG
IAVYWTFFGGALLENYPGYRPYSCKLLSTPKVEPCCSPSPTVNPSPACSPVGYRIEVQSVELFRNSSGQSAMNKLYRGCD
DVSCDCLYASEQQAQQALNSLDFTVNETVKCWYNGSGSIVVLVNQGFSYNIALVGLVLLALGALLLCWSVLHVLGLDCKL
LEIMLRCLCCGHFDEWELRRRRRLWQHTQAYGANRGGLAGLMLRARTGGLLPDEIREILRKIEISHQELEDLKKRAESGV
DERNTSSVDAPLEPNGSPALTPVHDAACRQPSAAEGYAGAVASDPSPTVRASHPLVVGDLIDCGICLDELTAPLAAEDHD
WEDDVVRESQLRRRIAQAAPSAPVRSAAPQTHSAEDPSVDPGPREGAPAASPAQQAGIQSSRHARAGPTPATQRWRHLFR
PISTNEQRSQTDASPSTPTTTARGAACTTISGVDIEAGHGPSRTGETSSVEAVAASTMNEGAGSSSTTAAPGSIAVRTVS
GSRRIVLLKCGHIFHFSCMKHFLCAGGVTCPICNRNLPRDYLTDSGTVSVGHASQETTPGGTASEAGHESTRRATASAGR



PADAHAASGRRWRGFWGRRRPAQQPTMPASSSAYDGRVPNESETGVSDPAVPPRAVIGWSTAPRASETTRREADYGLVMV
PHVSRNPEDIRDSPRDACIQAPPV                                                        
>Cmer_CMR259C                                                                   
MDRMQTQIGNRHASTPFQSQVGAASSARKRYRGGEAQRRPNSQASHETGAKSRQQHAAERAYSPSATSWEAKTGRLSDGV
GSSRRTPAVGREVFDSPTPESEPASSCASPQDPVEDMDSLEPWIQKQLVALRAEHGGGTTRWPKYLGSILVPVRATATLE
PMAVTSGAELVLKVSPIMSNGTGSLGRHNRNRQRQRLRFAVRVCTAEHGREFGRLEPLEALDLPTCLGALQSANLIIARA
RAVDCPLHIRFACVFIAEVAIFAAKSMFSFAAPGERSGRRPAGFDADQEDALTHWIAQLFHSLTGSGTDTNETTALSSDT
ITHTKARIEAPGERGSASVTKCLRTEAFRPEDAVQWILAAAENVHVDAPPVPVPPLLASTLRPYQQSALNWMVARERAPS
HTPSSDDTQQTWREQRLPDGTRYFQHRVSGRVSLQPPMTSPAVAGGILADEMGLGKTVEAISLMLANPRPPQEQTRLDRQ
AALFTKHPERVTTESHRENESDTKAGGRRAANAAAAAQTRRSLVDSCCGGTLIVCPMSILSQWCAELNTHVADDADFIVH
IYYANDRETDPLVLARFQVVITTYGTLYSTWKSTQQTESAEARGLYALRWHRLILDEAHVIKNPSSGCSRAVLDLRSRYR
WALTGTPLQNNLEDIYPLLRFLAVEPWSDASLWKRYIARPFESGQAAKMQAALSLLSSILQPLMLRRTKRTLDEHTGAPI
LELPAKQTEVVYVDLSAAERQLYDAVYKASRARFSTFLADNQITFYLTTVFEMLMRIRQLCDHPLLIMSCPARDLHILQD
VQKFMQRLTEGRGSDQATTYLETLAGQLQQSLHDERSIESSTNTKPLCPICLESIDDAVALRNCAHVFCRDCILTLLLSN
RHGNAQCPVCRKGCSFADVMSTPRRSRFRVDLERGFFLSTKLARLVNDLVEAVQAFERDPVRHGKCVVFSQWTGMLDLIE
RALQAWNHEHARTLFQVGRLDGTLSQSRRTAVLEAFATMNPSTSAATATGRMNVLLASLRAGGVGLNLTAASSVFLVDPW
WNPYVEEQAMDRVHRMGQTRTVQIRRYIVRDSVEERMLLLQDKKRSMVEDALGSSGTENQSSRLADLLLLFSLDAGGATG
SRSKRL                                                                          
>Cmer_CMS095C                                                                   
MQRLSLVDRDFTPQDYELLLELDSGAAAMQEFLHGAPQDAIDLLPCFTYKEWMQRGSATSESKRSKLMDNHENLTTRTEA
ASPTEPTTAGAHAEPAATQTDTASLLKPAETADSDANKPASSSCKLQSEEERTEPDDTTSVCVVCLDFFLPEERIRVLPC
LHQYHQQCIDPWLRQKARCPVCKSAIL                                                     
>Cmer_CMS402C                                                                   
MPSRGARSKKPAKKTASAEEAAQRLPEHLAAGKFTSLADITSIVLGARSWQSEAEAETRPLTTTASTAELQNWDEHAALV
AQRLLKRDESTKLRALQELSTLLQALEQASSERIADQAAYGAQYGAFLGNFATAFVKLTLDPSVRVRAEAVALAGLVVRL
YGKRSIALLPGMLPAWVGLLGDPSAQVAEAAARSFQDAFPTEVKRRRALLLVPHALIHHATAQVQSSLAGNVPETLRQSA
DKAEMPLLHALVCVASTAEALATTLATKTTLSPADDSELVAFLVHWLQHWVSEEGVQTLAVPLFRRYRQSLRVHEAFWRL
AIISVDLFGELRQTRDEHQGHSLIAALANACPDWESKASDGFSYLVSRLAWDELHASCQEQVWILLHRYVVRIEPSSSSL
ARSISAKTLTSWLLGESIAGGRRQASAAERIQSGRVFRGLLPFLQALRIKWLTSDAVRSDPVESASRHHWLESFEGMLLD
ELTTALLWRAPKTKFPPALVGSAYLDWWQAALVAFLESALWVQQLSSRRERSDDRTALRARCRAALQRYLLAAEAFQRAP
EASQSVVQFGGRPADASLLHERFFDVLFYASVDACRSDLDATRSNWQIVGEELAAGLVVIVVIERAPAWYAKAVVAACER
AVQGTSFATLESDQQPRWSLLGLDPGVIRTWSVEIMGGAFCWALNRFRRRKIGNGNAQHDDNHQQVHGTPAEAEVATTLL
LLAWSQRAPASMLERALQYPDPIQGRHRLNDFFHDAVSLLEHPSAENEHDDDDDDNEEEAVAVAALPAAYSHQLVAVLGA
LAACSHSSEALSGPSSVLNARLEECPGAGRWLIELAQAARIRAASIEQGVPAGLWTATVFPRHLADQVEHLQCYCDQLDP
ARYSYYRRSETDAWPSVGLLLEYAAWPEAWLWSTSTDWSTLRSSMDASVCRALRLGLWDWPQLASFQQGVHSAAAPWTAE
TRAWLYVRALLALEQHQSQEASDGHVFADVRPSAALERETLERVVLDALAWLLEDMERVLLAESCETQAPDMLEAVQRFQ
RVLLELAATSKRPWQALLYDILYKCWVSDAEDSKAIAAQPGERVIEPAWRPLQRLEEQQRQQRWRCSLLESLTPSLDDAA
SPLDATLWHLYLQFPWTRSWATARFIGWLQRTDAATAASALDVAAAVLARLLDPEASTAACCDTIVTELAKAPLYAPATP
TAFQVPLEQSAERQPTMLMRLLIWSSLVRERFWIRLQTDAAYFGRSVTAASFTRCTMAALETGPVTGLQASGAVGEFALE
LLRYAAASLAQTLPVWVQSVLNDTSAERMRSATGLQHEPSVQVAPQDVPKTLCASMEILGHAAAIPASYEHRADLLTYLR
SALELLIEVPFTNLITSLERAPQQTSEEFHRGSSFVGKHATPDANTTRPAASATSVRRVSDAPSTPSSSSSAAEDSNRQV
LAVLFERLVRPSLDVFATDLGEEHWTWIGETATQALVTSLGWPVYAAALRCLYAWHVRLVERASSTLLSEQMVSSIGQAL
WMTCYRLAEAYRDSLVTEAPCSPVAELNLPVQDALGYLICVFRPELERLALRSEDSAPQMMTALPCWREARDRWVTTRFG
VKCESLLSSMLGRFWCLTWLPYLVASKSTAVRSAVMQLLGTLWDALEAWLATSTLEGAQASLGTGHAGTGASPADTRPGS
IRFESDQRGAATALGRRPAEPEPMPCSSTSATYATETTPLEYSADRRGTQLDGSVEHHDPLRTEASELSVAVSDLGIAEN
TVHLEALKGLATLHDALIQSCSEALFALTARFPSLDPTPEAASWEPLQTYFCAWLVLLRLQVTGSYPEASLVTPLGSRLP
NTLREGALWTLLDGLGRCWIRAAATITTRTPESSHSTSDAEAQCFREQLEMLLAGLTEQLVLATSDPQWLAREIFWEPTD
WRPAALGARLLFLTLLVQPLLAQRWFTDHVADRSLLQPLELLSRTLLTGPLIARELEAIRQYAAHVHQTQHRENGETVPN
ASPSHTGVLSVQGSLAAREILVRYHFEEVQLPVCLRLADTHPWRAPELVLAPAERSVVSLAGIERETRARSELEARYRRL
FLHMTRILQHGVDRHSADAGTLLLQLGASATSSSTSTTSTLGTASCVPRQYFAPSALASAVVYWHQRLVSLLRDAPECPI
CYQVLHSRTGQVSRVRCPTCRYRFHAACLYRWFSSAAHGATCPLCRSPF                               
>Cmer_CMT443C                                                                   
MTDRQLYWGPGQSPADVSVQVVAVRENGGAISDDSDVEFVGEWQTEPTTAAACSLIEPDTMVLSERPSTSGPDARLASTQ
LQPGRRRRRSTAQATAIRTVPPEHGPGMAPGGNRRQRTVYQRIYRRLRELAGNRREVSSSRRNDSVIALPSSATFLESLE
PFFSGEGWTLETLTSIPLSTDALDATVEPTWSPASAALDEHNRSSSTNNNNNNNNAIAPWNATSTRRVVRSGRSSRRTSR
QQHWAVAMLNSFLQPSFDSLPSPRPNPCPRALVELLPLQTATEREESDACPICLSNYERGERLRRLPCLHLFHRTCIDRW
FSKQNSCPVDKMSVADGFTDECAQSKLQALGVSNDEATACSSGVFHPGVEAPSDTVEALMSPPRRRQRVRQRRLS     
>Cmer_CMT604C                                                                   
MILESRTASFDATPEIVAHPRSRKPTTRELARLGGSVRAARRPTSRMPRVRRPQERNRPEMLQQPAHGSVRKRLLSLALV
PLMVIVLFMVQARMTAALPVKSPNPVWHKQTFASRPSGHIALESTHLSRWSIQRQLAVVTGVSAQSAQNRGASRKVPREI
YGTITGKWMLPTTVSQSGANEPSAPSGNASLVVENTKHTITVPRRDVYQLGLHESSGFASLSLIQRLAPKLLDDSNSGTR
GGQDAGASPRAAIDVVLGDILLRDGRYRSKGDVWMNVLGLYSFPDGTLLLAGDTRVRPRGAIKQLYEAYLDLPQMKDERT



PLDLATFERTIVEALQSPASEAAGGPRVSENGTLETLSRTKDALRSREACNSESVSLDAARLRLNAANTRAAVLTNRERT
KSANESAQSQWYNPAILCPIRAVLHVDKYSNEHNGRNHEQRPLNSAGLAEAVLPQLSMIGDLDTSDACRGRARFQLRLST
ANTMRILSAAQKYSLVSILFAIMQIAVILKQMESTNTQASAAKISMLSVGMQAIMDAYMCLMHLVFGVVVQALFNAFATA
SFFYFVIFSVFEMRYLLMIWKARNWRVNNTGWDTVRRELSLLYSRFYAALLIGVLAIYHMQNHLNIIIFGMYSYWLPQIL
RTAYLDARRSFLLPYALLSSSARLLAPLYFLGCPSNFLHLRPRPRLCIGLVCWSLLQIVWMESQARWGGRWFIPRRLRPQ
KYEYSRPFAVHSQGDCVICMQSLEDEETSAVMVTPCDHAFHSECLLKWMEIKLECPTCRRALPMP               
>Cpar_1003Contig11467                                                           
MGVTHVCENCICKGHEVCVDSEYEWPQKCPVCQQALEESADPANPTTIRLMCRDVFHVACLDYVCPRHPKCATPILPPPE
AKSLLATTIRNHVAGAKWAQSLSSASGTSAAASEASLGASPSPSSGMAAADGGD                          
>Cpar_1702Contig12778                                                           
MPTPASSQRRMSFDNRISGCAFTYAAVVLIVLNSSQRGSALSDLQGGKAGSASLTSGAVNATATAVAAAPSERTASFSPA
LLCLLILAIPVAGACYFFALCFNDLRKRSLRRLMMRMYMTGLQMAVHPLPFGARGARLDPVCEAVIELAMKGEAWGVCYC
SAAEREGDEADCPICLESFSRELPPIVIPCGHEVCVECMRRLVGHSVGAERLTCSVCRRLFTSDELHGPEADSPEAPKAA
AAEAPIPGALPDEPPSAAGPEEGEARGPEKPLPEPAAALLSASH*                                   
>Cpar_6448Contig37682                                                           
MQSGWIASEGKLDLAGDDWCGTSERTAWPSEEIDRAGPANVRVLGLTGNKLTSIPGAELAKLTSLETLVIDFNQLAAIPP
EIGRLAALQKLLVGANKLTALPEEIGQLAALQYLDVAINQLTTLPAEISQLANLRLLDVSRNMLSALPPQIGWLVNLPEL
WLSGNKLTALPSEIGHLANLRLLLLDRNQFTELPPAIGQLANLQVLNVSSNKLTGLPLEVLQMGRLQELDISGNQLIMLP
PEIGQLANLQKLTLCGNGLATLPRELGRLASLKELEVGDNQLAALPAEIGQLAALQKLDVSGNKPTALPPEIGHLANLQK
LILGSSQQNNNQLTVLPSTIGQLTALLYLYVSYNQLTTLPLEIGELVQLRRLDVRFNRLAALPKEIGQIWGLRLFESSPE
FAGLQLETLEVEGNPLTDLPEHARVSGAAALAHLRSLPAPAAVASASGSAEPGQRRRSKPSAQPPAPQPVLQQPASAAQQ
QPLRPATAAAAALQQAPAAVQQQPAARVEQVVAEVAALRDELAALRDRVAAEAAERAAHEGRAVAALEAADAALRSRASG
GRWLSRGLAEERTEERARMEAEHAARLEAQVAALAEERAEALAEERVKRRRTEGPATYECPICREERDPTERRLLPHCSH
VFCSTCVQRLKEGTNECPKCRKPLLPPRRGEVKDVLRIFD*                                       
>Cpar_6930Contig38246                                                           
MAPAALYGGELWRFFGTVKEGLSDLANTIMTCGCCTTQAERDPLELSRRRWLGQAGGEDESAAVEALLEAQALREIRSSA
PPTVRLPSPVGLTDEELAKRLQDEDDESYARESAISLERARRALALRGAVEHRSDAYTMPVSYERPEDTAPPPPRARHAP
PNADQRAALFRRLPTRSFHAAPWRQEGDDDESHTCQICLEGYREGDQLSALPCLHSFHTRCVGAWLQGSPQPTCPLCNIL
LSHTRSGSLDPSLQ*                                                                 
>Cpar_7856Contig39523                                                           
MAEPAPPDTPAPAPPLGCSHYQRAVRLVAPCHDEAESHKIDRKTVTLVECARCNTRQPVAGACSNADCEASQGHGFASYF
CEPCRLYSSDPNKPIYHCPDCTICRVGHGLGIDFFHCNRAACIGIALNGHKCVSDMSKSECPICFEFFTSRIQLSIAKGH
AMHQTCYAEFMRAGHYRCPLCKKSVGDMRQRWEVLDE                                           
>Cpar_8250Contig40201                                                           
MAVPMRATASHAGVLAGDHEHHEFNCGVCLDALEEPTTLVCNHSFCRSCIRELPGVKNAEQQWEQLQRVQSWMRHRADAA
NCNSARVQCPVCRASVTIPIPLPVNTTMRDLLKTVDSSSEQLHVVPATDVTRGRIGRRPGGGTRVLAGAWAGHAVALREL
LIPAGEREAEELRTALRRQAAAAGKLRHPSIVYGLVAAPRERFAVRPSTAVAAGLAFLHGRCGAAHGRLRPPNVLIADVG
ASEPAGADAYSAPELLTSIAPPTPAADVFAAAVLFNEALSGRPPFPDLPPMDVLRRIANGERPELAAWPPALANLIRRMW
DQEPTKR                                                                         
>Cpar_9134Contig42989                                                           
MLAVPALERAPGGLPPAVLEALPVMKFGAGPAPRGQDACPICLEGYEEGEELRTLPCFHIFHRECSDKWLVLSK      
>Cpar_10571Contig53462                                                          
MEEERKQEIELLEAMFPDKEELNVDSSRILFRAHPAAEEGVGVKLVRADIAFDLPAAYPKEPPRCTVRSCRGLDDAAAVE
LDRVLQAKVKELTGELALLALITEAKDFLSSVNDRGPTGSCAICLEPLADADSFCRTACYHSFHNTCLAR          
>Cpar_10955Contig53930                                                          
MGWSTDVFVDAAVPGAVVCHICLDVLDDPVDANCEEQHVFCRSCLDEWFDARPAGAACPTCNEPVRRDRVRPAKSIRRLV
LDLKACPNRDAGCKWAEALSGRADHAAQCPLTVKQCRGCGADLRQKDLQAHEAGCDRVRRPCANADIGCPDEITDPEREE
HLTCRQRCRQRLEDARAAAQAEKERAGAEKRRADRAEQDARDHLVDLSAQRRDFQLRALSAEQRERQALTRAEAAEAQAA
EHLKLLQARLPASWRGVLCEEAHSMNRMASYRRQTKSLKARFSITLLNSDLTKSLQLSTFDSQPTKFSSSHNSLGWSEFA
DLRHVSDPAEGFVRNGQLFFQVTIKAELKKD*                                                
>Cpar_11150Contig54198                                                          
MGPPFVFQPAQVPPIGDGSYEALLDLQERYPSRTIRPADLESVEEDRKCPVCCEDYSVGATVRTLPCLHFYHSECIRWLG
DHRDCPICKRGLLDRLDVN*                                                            
>Cpar_11956Contig55787                                                          
MPFGQDLMPAEDANCVMCLEAYEAGVELRQLPCSHYFHRKCIDTWLAIKRTCPLCREDVSRPPPAVSV            
>Cpar_13129Contig7032                                                           
MQAPGGGAGHAPQARPASSNTSSQAASLARSNMSAAIRARVVKIATRCLAYFYLAWLATGLVWVVRENNRNLLYSLCIVL
IAVQANRNQIDLLPSLKYEVGMMAPDDALCVMCLEEYSDGQTLRKLPCTHFFHQRVNYPICKTPSKGSLRTVLCC*    
>Cpar_14582Contig8421                                                           
MECICLDPLSTSHIGVLPCKHAFCISPCLMDWSAISTSCPTCQAAFSGFVQVDMNTAECEHIVIVPRDYRRLISGGDDEL
VALDSSEDGRDVYYEAPDYGADEEEMSGRRGPVRRELALDARLKEEEARTCHLRMWCSCGCQADLDSLYEDWPTNDDRLL
AAFPGLFSFSDHESAWKHSASRGLGLSWSHSEVTEGRAAGLL*                                     



>Cpar_14873Contig8753                                                           
RLQATSAGTSGGARGREQVEAVPKAVFAPGLMPEEDASCVMCMEAYEPGAELRQLPCHFFHRGCIDRWLAIKRTCPLCLH
DITETHPAAVVV*                                                                   
>Cpar_15688Contig9783                                                           
MTPVEQNERAKRRRTPPPEAPHVDALDENICGICIEVACEPIKTPCAHLFDAFCLDQWLERSRGQRTTCPACRAGIPSEV
PEVDEALRALIQARHGAEYEAAKQEIDKRRKASQERALAFVSSPCSRHADSIMRLSSEGLLTATDVEAALLAFPRRSWIP
PIDAAEMSDEEIYDTATPLASLVLPSERRAPALSCSGTHGILLEAARIRPGSRVLEVGCGLGLLSAAAALLAGPAGRVEG
VDSDSRMARAASEAARRNAAAFEAAGVPAPTFRSASLESLEAGGYDVVIADEPAPPGYEWTLCRLLRPGGALVAPLRGAL
VIGDGSLEGEAEAGPS                                                                
>Cpar_16698Contig11210                                                          
PQLDSLPKMPFTPDLVSEEDASCVMCLEAYEPGVELRQLPCRHYFHRKCIDNWLTIKCTCPLCRQDISLQPSASLAV*  
>Cpar_16749Contig11289                                                          
MDDFFDDDGIDTDSRAGALSDALDMGPATPFEVEEIERRIQARRSALAAAAAAAAAGGGGAGGSSGAGRARHYGDMMRAE
MLRAAMMGGLGLPFLGGRAGGGSGPNAHLLSLSLVDRDFTADDYEMLLRLDEANNSKKGADKRAIERLPESTLRPGDEPV
ACCICMCDAEPGELIRRLHCAHAFHRDCVDKWLQINKHCPVCKIPID*                                
>Cpar_16863Contig11457                                                          
MELSPAVAPASSPRSQDGGREPLGAPSQKVTAASPSGNVIGTLLTKWDLARPVVPEQADRVVTVGQRAIDIELTIMDNPY
SVMECMHRFCAECINRAIRAIKECPTCRVRIVSKRSLRPDPQFAGLIRAFYPNLAEHEAMQQAQLKEILANSPHYRALLK
SCEEQQRRLAPAPRRRAEVSPSPPPAEDGDESPAPSRPKARRMEN                                   
>Cpar_17511Contig12634                                                          
MDDFLNMSFNELQEHVHGTTSFSLEPASGIETAGLISDMERILSSLGGLGIHFGRPTTPGMSYEELLRLDEANVCKDRMA
AGLRVMKLPCDHIYEACISQWFDANRTCPVCRREIGGR                                          
>Cpar_19640Contig19456                                                          
HREVTENDYELLSRLDAALPPRTVPPDLVASLPTAAFRPGEGEAAADCAICMSAFSEGEALRILPCTHRFHA        
>Cpar_20034Contig25524                                                          
MASSTDGSAQRAHRALRRFQRGALMEDDVEADDGPITELVHMHKVIRMELVNLEASAMELAGPFDECKLRALESRFSFLE
AMLKDHSKAEDEIVLPALTNRLRSLAKQFEVHGDHHPAEPDQHGVSAPYSCDHENEDRFFCAIAELLQSTLVTADLSLVA
QAVHKLTVLDTNLGFHLSREEKELLPLMRKLFTHQEQLQLADQVSKTIPSVWMLRVHAAGTVRIVDPVDIICVIHEAIRG
EFKDIELASRRVDPARDTEVAALAERFHTLWNVVKDHSQGEDRVFFPALDARLRQRGERSSFQLAVSKSFEMEHDCERHL
FEELHKLIHRALAPEVAAREREELLSEIRALMGRIIGHRPSAMLEQMLPWMVQSLSESESRNMMRHIRKVTMGTMFEKWL
SCWWVFPEDEEGTGRPAATLRDGAGTGAGVEGEGAMEEEGPGSAEDVEAAIRAVARDPSIDVQAKTARIQALMTRRWRQG
RDHSPNRVGALDRHLEACGATTSSSTSDPLGTDLNPTYHRSCKLRAACCGRFFTCRVCHDDASDHTMDRAGKFFDDDGGK
WIYHCPFCNICRMGRGLGIDFFHCMRCNACMAMSLREHRCLQNSLESNCPICNQYMFTSTTQVKMLRCGHYMHTDCFRSY
VQNQYTCPICLKSLGDMSALFAQLDTLVANDVLPAEYAGRTSHIYCNDCEQKSTVRFHFLYHRCGHCASYNTRVT*    
>Cpar_20272Contig25699                                                          
MGSNRTADDDEEEDEEEEDEALRRNERDLYRRDPRAWRPQAHRFELQRHDPAPMSRGPATSLASQNMVNLEIYLNLVSFV
RRAGHMVPGAFGGGFFGFIDDDTPAQPAQDPDDPYDHEASLWPPARRPVDNLLTHLMENDESSRKKAPTLKSVVQSLAKV
RINEGHMRAESKCSVCREDWSLGDEAKELPCRHVFHDECIIPLEQHNTCPLCRHELPTGRPPTLGRRLFQFNGAGAGAGA
GLAEPAAAPRRDRDEAEVGAQSLERIQNTLSSLRESRAAIQRQQEARQRRHDEALARLRASDPVSGARRAPLAALEGGDG
SDESSDSDGGGRFD                                                                  
>Cpar_21789Contig37015                                                          
MVTYEQDHGVDPRAAEREAAERVRAHEALMALLHAMGMPAASPAAPAATPAAAAPPEAERRRDDSDEEQEAGGAERPEQP
TGGAAAAQEGQQQNQARQPRAADALRAMGPLAALPPLMREMLQAQGDRPIEELIAQMEAMAPSRRARPRRSSSFVPPADH
DIGRRRPGGPPPASRMAIQEQTAEAVACHKTKAKQNECPVCREEFALHQARRLEALDVRKMECGHVFHDDCLIQCTRAYP
PLLLHPLSPSTPRAGLERHNTCPLCRHELPTLDHDYEERKREQREAADGGRSARQRQQELYDSLYM*             
>Cpar_21849Contig37067                                                          
MRTPRLASPAQLNTPQKARRESYIAERNHWIKYRHAEAIADWANGGFEGPKPQPPAPPEDLIAKTAVEDSTCRQLFAAQP
ADQDVDASQQPAPATAISCSPPQKATVDVHDCAPHSPLAPSPEPIALSATVTATNESELTENKAEEAAPPAPAASPDVPG
RVPVFLFFVPVVDPVPPTPAPAEEVLCPPTEEELAEMAAMDLSEGAIQELARASISKEDKEAVDLLIGINATCSVCLSSV
QDPERGLPVTVADSEGKICSHKFHESCIMDLLKHGRPSCPERMDIRTVARLSYRRQPGRRWTYRCLVCGENFPNYHSHPY
LCCHNKESICQHEPGGCGRSEEACIKRKHVRERCMNAYHPECVNFVVENGFKMMEYLRGTSNVLVFRMPPYPRASGTSRE
KKRRRKEERRQAMRRAKDERRQATRRAQEEQEEEEEEEEEEEEEEEQEAEEEEQESENEENEEQLKQKEAWEQRKRLTAA
RVSAAPTVGTKRVREAKQRQAAALAKIAQHRQRTVELKLEILVIPGRVTNYKS*                          
>Cpar_21852Contig37068                                                          
MASERTLTEAEAEPEIVPKAPAPAPAARKAKKKHAAPQAPPAASAVSGTTADSCTPSAEGECAICSEPLIAPSTRGPARR
LYCGEFHGACVDGWARSDFSDGCCPICRAPLDRDGSQLQLATQPLLFRRPP*                            
>Cpar_23243Contig38443                                                          
MRARSRWTGGSCARLLVAAVLALLVGACRSQSRLSLLEPANFAVLVHGEPVDLVWSAESLGPRNVTISTIAETSNQTDHF
TVPQDPARTTYTPSTDLAPGRYALQVFTAVGSSNIDWSLVAIKPPSPGAAAIFTPFNGAVLVYNQSLQVTVGFSSRVTYG
THFNMTLTDGVSLRMFSFRKLLAGTWNGTWTVPDWLPLGRYTVNLASASGNHTLQDSVRVLVYYNFPAPENAPKDPLGVA
ALGTETPRGEDNLSFFRIASTPQLSVMPVRWKWLGVPNVAISVRLRSDCVQISQWDAYRYACATTYLAAYPGTFSGMLFW
LIFATRGGLTRTDSLQGAIWTPSFTVTSVVPRTSLVARMKLPALSYDSWAVDDEKPNAYRLALSSALNVSAERLSILSAT



AGSVYVETEFAAASGPSVSDVRGALQTKGPFDLGSGLGTVALDALLQNPSAQAGEPGFIGEGGGPTDGGGDGGGGSLTPT
FSPRPNNSTTWGPTFLSIMVVVAILGIFICAVATRLALYVWCLRRRRSGFSMEPTGTDVVVTEDGQQYEVQWFMNARGGI
NGYARALVESRTFGEADIATRADQRCAVCLTEYEAGEQMRILPCMHGYHKACIDTWLHQKTTCPMCHFDLNKHFLEQEAA
GNLVFNPPPPRARHRRPRGSPLGPDGAPLGSEEGQPSDGEPGAPGP                                  
>Cpar_24116Contig39755                                                          
MADGSGSPRGNKRSADEAEKDEGKEEDCPICWTEISSADRARPESCSHRFHLNCLEQWAEKENTKQRFRAIINESEARAP
ALAPARAWLDVTRGQGRKRKRVRVEERNQPVANQEELGVDLSEDEEESEEDDEAMLAGRLDAWGDEEWLPDPEEEEEESV
AEARAFALGFPADIPERRRLRAPEPWARPGPSELTQE                                           
>Cpar_24891Contig41477                                                          
MEEEGPGSAEDVEAAIRAVARDPGIDVQAKTARIQALMTRRWRLKHGRGGSPERGQPQQHMHLKGQCEASSPDPCPLHAA
NPADLNPTYHSGERGVLGCAHYQRSCKLRAACCGRFFTCRVCHDDASDHTMDRYATREMLCMRCKFFDDDGTKSIYHCPF
CNICRMGRGLGIDFFHCMRCNACMAMSLREHRCLQNSLESNCPICSQYMFTSTAYVKLLRCGHLMHTECYRAYIRSQYTC
PICCKSLHDMSALFAQLEALVANDVLPPEYAGRTSNIYCNDCEQKSTVRFHFLYHRCAHCASFNTRVT*           
>Cpar_26399Contig53128                                                          
MPSRASGVWEFASANETSELGFEQRSGVLFFHLTSKRTDSEDRHEVIAEALLRDMYPTARDLRTTLTGYYTWRTGQLVLF
SDVLGAAMAAAEGAHVAAKNGTDGDATSLAALAAAFRKSAAAVEGSAGAGQRCILQLFLQAKPVDPASVDAYAKEREREA
TTDGSGGLAGDEEAGERKGHELEGVMVSPNCMTGAGLRMNATAILFEAYFNKAINYTLMVTFLSFVEGASKVSLLTVGSQ
AIMDSYLCLLHLTTGIVVERLFNAFATAAFFKFVIFAIFEMRYLLAIWKARRPQQFADGFTSMRRELSVLYSRFYGFLLA
GIILMYQMQASLRYFVCATGADETFVLYSFWWPQIVNNAQRDVRRSMHWQYVLGMSATRLAIPLYFFACPHNFLHVETNG
ALSASLVAWVALQALLLLLQDLLGPRFFIPARLLPEKYNYARRLPGPPRECIICMSPVADDDEPMTCPCNHTFHAPCLQQ
WIEIKL                                                                          
>Cpar_27358Contig54242                                                          
MAKYCETCRIGKGLGIDYFHCNKWCGRGVGRGGRRGAEGGAGPICHHYMFTSTTPVMFLACGHCMHVACFEQYTMTNYVC
PICSKSLGDMSAYFARLDEHLAQEQMPDEYSDMRNIFCSDCEQKSTAKFHFYHKCVHCGSYNTKVLGHLNARVGS     
>Cpar_28843Contig6688                                                           
MPNGSPEHARSCREEFERLFAMPRTTRRAEVEAAEAPAETPASSAERPASRAAAKGSRRKEKSKSGPKSEAGDSDAAVEE
VQEGSSKCKKSGKRKAPEEPEEFDKDSCPICLEPLAGKAMFTTECHQYHFKCIKQSIENGPNESCPLCRKSFHTMTPPVS
LMKRGPLRRMEQPAVRIPRNFQSRIPPGPSTAPRAVINEWYFEWSSKKIHGVTANITQEYIEREGAAENGMIQTSPIVFA
QGRLVTTYSGSVYRLEIEPGFRASLGTPYDPENPLAGVDLFAIEDEINLYVQQQEDE*                      
>Cpar_28928Contig6752                                                           
MVAGPSGDAVRIIVLFITWEQMMSFPLSVFFGANDAPREEEAASASQRATLARLSTALNLCSFGWFIVGNVWTLQAESCP
YIFGLCLLCCLPFFIVSFSRIAEQTGIGGRGATRETITRLRTLTFHAGSMPKEDAVCVVCLSEYEEGEPIRGLPCGHLYH
SNCIDRWLVINKACPLCQRDSSPFMFHRSAVAAAAAAAFSEADPPHSAVS*                             
>Cpar_29909Contig7606                                                           
MARPAAYEQLPALQPFERMLACPICRLGFTTPVSLSCGHSFCSLCIRRSLDHCGTANIPTCCPSCRNPTSVQDIRPNRTL
DDLCAAYARCKGRIHAALESPAAPQLASAGSTAAADGPSSRSAATAKRKGPMDLFAKAVPPASAAPPATHAADKRPRLTT
ASPAPAASEVIDLEGDEDDVVVPRESAACAAQQPSEAEEKDEEQDAGVECGACGLRIASWAFPEHSGECLSTPAGREALL
ARLGASGSAPPAERRHVPMPCFATLTEKQLRLKCRDAQLASNGDKTALTRRYREFVLRVQASGDARLAREVSDMEEQRER
EERAARSRPEVARSQDDRFRALVEQPG*                                                    
>Cpar_30569Contig8235                                                           
MGATSSMTAQQRSWAQPSSSHAPAGLMLLAVVITGPAFWRRSLADEDDDVEPDVRLEFRAVSSMMQSILGDLRGQMAAAA
RTESQEEIENRERHRAAAASITSQAYTLTENHPDACSICLDPLSKGCEVNSLPCSHIFRNCISQWLPDHPECPVCRALAY
QP*                                                                             
>Cpar_30795Contig8457                                                           
MKRKRDGDADSLDCAVCLEQLRQPSTLSCNHTFCRECILALPGVREAVGRGEEAPTACPLCRRQVRVPREVPVNPVIRDM
LEQLAAGRSSGAPEVPASEVVRGAIGHGAMGMVFAGTWGGRPVALKVVDAAALGAVGEREAAARRLRREAAILTVRHPGV
VQFYGVVNEAGGGATLVMERAETSLRALLAERRLSLAECLDLVQVLGALAHLHARNIVHRDVKPGNVLVFRGEGGRLQYK
LSGAVSTGAAAMGTVAYAAPEALRGEG                                                     
>Cpar_31800Contig9680                                                           
MAPGLARSARAADGFVKTTARGQPSAANTFFQFVGEMDAKTLVATFEQGSRAARNMSSILSKAKGFLAGPAAVRQAALID
ILQAAATGGAVTYVAALLPPETPWREAIITGASVAAGVAVSGGFSLAMAGGVRGLLKQSWKFFIKLGATIVSSVSMSFVD
RLLAGVRRPAAPARAGGAGPEEIELEVVNLHPYECGVCLEPYASADPNRRPCTLPCQHAFCRRCLRDLGRKRNFHCPACR
AVAGGFDYANPPFTPSLCDMIAERRQLQVDLADPVALEFLAEADPAARRRLLRKALRMANVRDPHVATVYGVAEGADGTL
AL                                                                              
>Cpar_31891Contig9808                                                           
MLSCVCGTCCGGNEEEEEVHETEALVREATSGEAPTATSTSSSTMDSDMALARSLQEAEMATAFLQALASGAMGPPAHDQ
AQGRQPQEMQEEAAARHERAARQRILRTLPTRMFVEGSMKEDASCAICLGDYAAGEKIRTLPCLHVYHQECVDMWLLKKG
LCPSCNWSISSTEFGAF*                                                              
>Esil_CBN77900                                                                  
MIRTAEEARLEAEEAGRRRPPGVLDKETRRRVLNYFVLRPPEEKNGGNNHKSGSGSSSSPSNTAQREGDIGGSGRGIRFP
KLARVGGNASGISGAGSGRLFAGVFSPYRAPASGSPPRPPGAASPPSLRSPPPPYASPPPRRAGRDAYSTAEHVDQERAA
ADREEGLAAAAAALASDAEPATDSCTNRPAGGEIRDAAAAGPAAGSETDVVVAEASAGEKAGDEGPSCPRTDAKGGVQGE



EAKGEGSTGGSCIVCFGDYTYGEELCRLRCGHLYHAKCIDEWLDGENHGWCPLCKTDIMSTSGYLDPAGSSNNNNAVRSG
ITGQDTRRWGQHLPNNNYTGNDAA                                                        
>Esil_CBN77691                                                                  
MDATCWVCQRCGHEVPIDNREVHEAQCRRNSPAQLLSPPPVTGSPPSPFDPDNQPFSRNVFTPAQPPAAEAAARESGQPC
GFAAAGRGAASAAAATGARGASSTEGEGESGDTTTWACAACTYLNDFGVSRCDMCGTRMSPQQRPPDATYRDTLIGGGVS
GGRRRRQAGAAGDLESAAEEARCRMLAAAAAARERNGVSTSGGGSGGRGGEDDQGLLDGRTTISGAAAGSAIGAIGGALL
SAVQPGARASGVMSSMFQGALMGGMAGAALGGLSDEPGAGGGSGGSGGGSGGGGGARSSDDEFRRQRRRQVSSFEFVRGP
TARVRRGRDVVSEMESLMLARRLEALSLPASAAAMRREGGGAGAGAGSSIYAGILRQLAEAQNHDAAGGDAGGGGGTSPA
SARAIAALPGEALTAGALAHLKDDGRQCCICLEDFEAGEKATRLPCLHLYHTVCIENWLQTSGTCPQCKFRVD       
>Esil_CBN77638                                                                  
MSGRTMPFQFHTRRPSAVVRQSGPGRSTLHVDLAAGGGATTAAAGAAAGGAGRGTGGGGWRGRRGWWGSSRRLPDFLEFW
GFAAAVPEDERLRRERERRERSHRRRGLAGSCVRSPEFSIFVLGLAALLAFIVFICDMITGRRLRPTSVLVFVAAGTYCL
ALIKQQRDLAASEQALVIEIMDGSATSSSRRVISKEDRRNLFDYFTFRRSSSTNKGVWTAATATQTDKDAEVSAMEQGTA
APTAAAAATAAAADDDGEVSGGGDTSDREDEAGSPRPCSLPSPLGLSAPTRGPRGAGSDTAAPPSPEQPLATPPVSPSAL
ALAGTLQGEGAAAAVGGVADDGTAEVLGGVEVVGVSGKEEGGGVMMLAPSSGAAAGLSPLFSVALGRDEGESAIRGSCCG
GGVADSDESGEGGSGSKPSVAGPEKRPPPEGEEFDDKEVPERGMTGGLSELWSSGESCIICFGEYAEGDVLCRLPCRHTY
HAECIDAWLDGPGHSWCPLCKSSLLPPSEPRNGSDNDEIGGAGGTNATTTSADSNAEWLGSSAPAAGAATVGDEAV    
>Esil_CBN77418                                                                  
MALDDDASCSSGVMLLEVDECPSVGADIIFKNITGILGAMVGVALLLNVFNRVSNRRRSRKLKKSIFTLPVYVYNSSTRE
RAKAARTARPQLQAPLDSSQGIEDVGSARSSSSSPSAPVAPSSTRSRSSSEDSDSASPITCAICLAAYQEEEVIKVLPCG
HDFHSDCLDPWLEVKAECPLCKAPAFTKSRDRDEVAHGRAVHAINSSAIAQAPPLFRSRSPDESRGSQLDGRPRTEGGVD
GGMPPVKPSSPLPPESSARSTQVGANQEERSLPIERAGESERTPLQARVLEGIQQTGEVVPVRPDWDARGESKMADFTAD
GQPLAAGHNIAPDTAAAGIGAPIASAVLGSRPLDVGEAAVTARAGSKAADSCANRQGNELGISSSESNIPPSSERGVKTT
GVAQPRAAPGFGREEVSLDELETGQVGTGKGRGIADVATDGFSAPMGSAPWLQKMGVM                      
>Esil_CBN80463                                                                  
MTENTGLRRIFPPNFGHPCQPFHATTTPQQRHTMVSIMVSSLGDQMEAMIRAKDNGIHKSFTSSVRGPPTDPHGGVMVRF
GGRDHPKKHAVSQALCSFRGSTNIKFLLPFQIQAILNMAFRPSHTFVAKTILRTSTYGRQEQNRTETQVGTSVLKSFDDD
IGMMAINDLYTGSGKTLTTVLGAIVFADKRRAEIGARVPFLMREQVHGNWSTRVQCALSKEHQRSPNTFPTYTNVIVVMC
AKHLLSQWKSACASALHILGMEEVQVLENPLPGSTELSNASLKVLLLHSAANLTRLDLEFVPVIVVDEFTIKSTSNVLTK
PAETMPLHGRMILVSADAGNVRDMIHGSNRRSFLRKMLQWDDISYFPEAHIAMVAGIPLISASVLQTTDRYAVGELMINK
LREVGYEKYTVRYTPSFASRIFGSNFEMSAVSGSRLIRERFGIDLAGTKTIGQVLRIVSNTIDNLRTTDANSRAIAPLTD
LRNKISAFVGEKEDCPICLEEYEMDSGASLINPCWHIVCDKCLRAMMAVKHDTCPLCRVKMEGHTTAVIDDQSSVASGAS
SPGQNTRIETNSRLSLLQNMEAVLRPTAGLEKACIDTLRCIKADVGDQPYKIVMIVPDEHFFTKFAIDVREEMTASQIGI
IEFKTIGNKRKHVTGKMVCDQLASFASDRGPPLKILFTTEGKTDSLTGLDFPRVDCILSLGDGNSLQRLGRLTRLPRMMD
EVSASKTVRYICLEPVP                                                               
>Esil_CBN80440                                                                  
MSSSSATDADEQCAICRSVITGSCNKSTTSCGHSFHFTCLARSMRSSSICPICRTDLAGPNTRDEDTEMKDDIDTDIDVH
EHSDGETEEEGEVRLPRAARTGARREVIVTEIRDGSSMSDIPVFGNEVDLRREILEGIMHSMCQQGDLAEARNLLDDNPR
LQYSRGSTGDLLTHQAVLSENESLLSYLLNEKAFDTNLPNDVHAYPLHYAVLSGSLRMVTILVNNRAFVDCTDSSKKTPL
MIACEEEDHDIAEFLLDRGASTMTQDACGNKPIHFAVRSRAQACLRRLLNSEAEVNAVNHMDETPLFVACKSGFHGVSRT
LLRAGADPEKRNKFGTSPLDEASSNGSSSLVELLRRYV                                          
>Esil_CBN80322                                                                  
MSIENCFSRGDGAECTRDELCILQPSTKPGGGNICVPATSPPVLSEPADISDPEIKLLKIMISSLSNIDLGDRLDNELKQ
MYAPLVYHVNTKIRSEVASASENIPWGTLADRLANMILRELEHTTCPICLTELNDREDRSSVMYPSCCGGRQVLHQKCFR
EAVTASGKCPSCRATITMEKLRAEKRTAEHLERALLPFPSRAMQFSLAVFRDRKQRLVEQLNLMWERAQPMPNLSRTNEI
QRRRLRLTRMQRRTIAWGVDNGLDDDGSYPQTLERMDADIARMVYEILVSRRSLGMATVGPNGSIELKNGTVYLIFLVMG
IVGGYLIHATGTD                                                                   
>Esil_CBN77584                                                                  
MLELLEVYELVPNEAAARGGGGNVATKELPKGANLSRRSAMRHNGRHRFRCPSCSTCFCGACRATPYHIGFDCEGWAAHQ
AKPKCTYCGDAAEEEPVVCGGGNDKTAAADGEEANKGGEGREGALQAPPCCGREECRERANEGCRKKLECGHPCRGPGTA
ECIPCIEPDCPSAEVDGNDFCNVCWTESLLAAPCVKLECGHFVHVSCGREQLMRGRPTARLTFGFMSCPVCRADKVLALH
PHLGKCDGIPEQLELAHQVEVGFIVRSACLA                                                 
>Esil_CBN80093                                                                  
MLYLVCNKSETKRPRTSVDLLLPQARRRNEGRLRHSHCDLDGERCSICLDPWTSKGKHRICTLLCGHLFGQSCIERWLKE
RRSCPQCGTKVGAKGTNRIIPLFLHNLVAQDTGELETARTLLEEEKRLRKQCEAERVRVSIENASLKDRLSRLDQGGAGV
VSSIVARSQGSVSTPGCPKPKRTLSQLATPGGAGPGVSSVAYSSSVDIGSNSFMTPCPKISHSGPAVAYPQFKTPPPRRP
IGNLDVGAGGGSGGWGLAATESGSEGAAVGSTVAVRFEQLLSRDVLSGRVAAFAGGAAGALVVSQELGIAGGSRGSLRHG
VTKFSLADLRHNKSIHLHREQVRDVKFSADGGSVGYILSTSFDKTLKVCDLRTDSVVVQYELEGSGWSCQWSSTAPTQMF
CGVVDGTRTSAVQLFDLRSTAGAVRKLRAAASQRQPIHSICHTADDVLCCATMGGVWAWGGGTKEGGVSEAWDREEQAAE
KLQIQAGACCSLSQSHGTAAASSSDVDQQPFLVSTRGSSASHTVFRLAPASACSRQAAAAAGVGENPTAESHKDQEVAVE
GQRDAGGNVAMEEDQSEEKFECEHAVERQPSSLGFDTSLARLSAVVARRSWADRWTRSPRVAQGHQSQHTLSRSLLWDPS
PGDGLLIAGGDERTKQ                                                                



>Esil_CBN79448                                                                  
MRSMKLELGGQQSRAVVILSDRSGGRGLGAGGGGIGGARRDGVRRRRRNQAVEPALGPELGPSEDSPYANPAAAVTGHTV
GKPIGDGIRSGGDGGGGRTAAWTCHACSAQNYAMDDDTHPGQGHGIAEEAGQRCSVCVQPRRRWRLPGGEDGDIGGLGSD
GRSSCEDGVHEGEEQHQPRRVAVTLAQIRGLEEPPEPTLTPGEWRAVEAKALARGDEAAPCPICRESFRGESQVILSCSH
VFHKACLSSFEKFLRAQERSCPLCRKVDYQKKATRQGAVAWRQRCARRLQCAYRRHRARRQYRGLLRRHYGAGLGDTLRR
REFLSGQAAETAGKLAAALEDRGDTIDRLFGEFDRSLAFSRQVFGPASTSTDPLTATTATSSTEGNNNNNNNNGSLSSSS
TVGNDSTTVTPSKERRVVVWKEAWVKAGERAEDECPICMCPMQPIPPSTSGDCNDGTGTDAAGSLLPSERDAAASEDIAR
AAAVTESPLKTDPPEAASKSQRGVGEADVEEAAPLPTGEGNWPDVRRAGGPQHVAEEKHGVTPAGSVAAPMSKVGEHRPP
RAVRKQRERLLLSCSHVFHKAVSTEASGFQCATNKWQRGGG                                       
>Esil_CBN79993                                                                  
MNENGCPPAAAATPTRPKTPGSATQGPEVLAPPSAVPATVPAAAPAVFQTPCRKDDARHRCSNSSSSSSKGSCSVRKMAN
GERASVGDGEGRAELTTPACRGGSCAICLSPLKKPSGAKKEVYTVRLCQHMFHRACLVENRRAGNTGCPYCRGDLERGLT
PEATAAEREAKVLAAQQQDQREAIRNAAGRARMALARSLRLREEVLAREAATAAAAATAAEGGGDSTLVQSY        
>Esil_CBN79969                                                                  
MPATTPRERGARRVRTKAAQRRPSGGSDSLAASHAEPAPAFNAGINPLYGSGMSPEAGAEAARIRSATAAREASAASSSS
SQPQQQPRAAAAARAARTRAASPQSTLTASTTQSTGSARLASRPQGVAAPAAKATTTAGAKKQPQETRSAPASRNGSINK
GSSGNNNNNNNNKGDFVPAPLVPALLAPVPPPPAKRRAAADVEAGEAGEVLEDAPDKTLMEMLQTYLKKQDLYTRIVLVV
VLLVLAGGVLGAYVVMLWSAISEESVKYTVLVSVFSVVLFWVLWKYCFSGDQKLQDQSQIAQDIATLYAAIPDHTAVKGV
SEKGRAQFTDFKYEKSEMMFTAVTDDGVSLGSERGSELMMDGADPSCPLCNKAYVEGAELCLLPCLHVFHKTCINKWCNR
HIVCPLCKRHLEAAEPLHTLTASYNHPGGNAVQSEPGHRGYGNGHQRHQWRGVLGNTAPGPASAHGSERGLGGTRSEDGM
WNDRVLNAAQQQQMGGKHNRVTSFSSETRRSNNARGRPGERVGSGRGGGPPHSSSAGAGMGPQRPQSVSGSAGWQQQQQQ
NHRLQRKRSSSFTTATEQQRGRGGSGRVAHGTARHRSSAGSLARGDLSTSPRSRSDLGVGSRDAENMRANSDAMLSRHAS
RRNNGAGGTKTLTMKPMFHDDTGGTEAWDADGGGGGAEEVKGEPGRRMAAIASAPGRSGLHSSRQGPAVITVHKVQQNTR
SSSGGGRRRPRRESGGGRRDSARWSGGESESDVGGGGGGERVFSSRRIAHEDDSPEDDEVTTKALTYAPRKSRATAKDKK
DPGHRRQSSTGSTSAEEFGGGGGGGSSKKSRRRPSIPGSKSGSGNQSAIATAAATAEAVSKLLGRSTPEDRSASVAAANV
GARRSSITSDGYSDGDSGSDGEADAAAPEAGVGVGSSPSAEMKGSGGRGWSFKIPASVGSAEFFGLGSSVPGTRKNSADA
AAAAATGAGAGAEGDSDRERDGSSSRSSSLRVRVLSGRKSGSGKVGAPTGRLFGSSTARVGRPPGNSTSGEAGASGVEAA
GEHTGGGIGSLRSSNSVQALIQTYEKKERSSSDEKAPTAQREEWPLPAPTTSSTEGKRRLSKTVGSRRRGTGSTARDEQA
ATESEIDEEYVDRPKLSYKKKSSRSSVARSVFATADGPPTQNAIHAVQFRSVGGGRGGKAGETDGDSDGGGEDDDEPYER
PKLSYGGGLRSGPSSR                                                                
>Esil_CBN78917                                                                  
MSEGADGGNASLSNAEEGRAATISPPDTASRRSAGPLRASLITLRSRRFVGLLLMICVFSLVQVGVLNWALVAWGFFGSL
LVVSFFRLVRLVNGYAIRSNTARRRRQRIPRGALEARLQLHHPGIELGRLRLLLVDRDFTGEDYQALLDLDDNNDVPSTV
GASEGEIRRNPSFVIPEPAADSVVKPKNCSICLYPFKPRERVRIIPCLHQFHTECIDPWLRQNAICPVCKFPAVG     
>Esil_CBN79797                                                                  
MQIMVPVPTSSAETNPGGGGQVFPEDDDPVRVSDDVGEEAEEAEEAMEEAEAEQARDVMLITISIVVGCGVLTLILLCVV
RKVMDLCLLRNDPTGSLRYSQEEGLTKRSIERLPQTRYKRPVSGTAQKKGDKKTPASDGKKPDDTEAAAAGEEGGVTGSD
LHGPPGSSTAAPKTAVVAGAEGGEGEGARDSTEDMCAICLVEYETGDELRIIPGCGHRFHKECIDPWLETKAVCAYCKAN
VEARRTCCDRVYRSVSDRLGINLVAPTTIRFSSSRRTYTNEDVQLAMGPTLPASYGHSEMDYVGSAVAPRQASVDVEAGE
GGEAEATTPTTAAAAAPGQAFGGGGPAGSGSTRSTRGAIVLPDQGGQPQGSIVVQPASAPSYVVVPREYSLGGDGIDEEY
PGNGGEGLAGSSTRELASSAARASTTEGLPDDVAQATDATEEKEEIVAEAAEERRGSHKGFSDGRGGVVFGGNTEEFREA
AAEAAAVAGARNGAAASGGAGPRL                                                        
>Esil_CBN76628                                                                  
MAAPETPPPTRRAQASERVAREVLNFMAAIERGESLAVELPLPPGAVGLGGAVGTNGGGGGGRAAPALEQVVKDLPRIQV
EENSWVLHQTVLRLTGGGAGSELSIEAVFAPFSPPPSEKVLGPVVLSVPPTADKDLENEADVEGSVLLMDRGVCTFASKA
LRANAAGAAAAVVVQTHDVWPYVMEDSKGEAEAGGGLNIPVCMVSKEKGEAIKAAVVRSAAEGKTIRAELSVSSSEKDCI
VCQELYAVGNTLVRLPCGHLYHEACLLKWLKLSNTCPYCRRELPSSNEAVERARRSRQAAGGAGGEEEAWRTFFD     
>Esil_CBN76528                                                                  
MASVIAGSSSSSIDVTAGGRALRAAGEIGIALVELQRHLDEEVAKATPASASAPAPAPGETVEAPAQATEVIKGDPLLHA
LVRCSRQLTKLRHSLLAQAHGPHESLQHRGRPVAVTNDGRKAQSTLLHAQQIADDMYHGSLAQLNDPFSAETGYHSKVLD
TVQSCDRANAVTASALTLVISALSGFPPHSSAPVTSGSGGAADVAGAAGDGDGGAPAESRTERQPSSLATPLGNWTGSPE
RIETRDAGRPVAAAAGAAAGAAAGAAAGAQVGAGAGAGAATGGGEGGAAGSAGSGRKSISGGGVYRNQGIHRGGSGSVRS
CRSQAAAAAGVGGLWRAGRNSGVERGTRVGGARSAAVAAWGAAPPKATATEMAVSLGLAPVTRSDVAAAAEDRKRRAAAS
LRVSMSGAGAGGAEGVEGYGKAGGGGASAASSAARRQDAATFQFGSGKPSPVERQRRRQQQPATSSVEGSRRDRPPTSAT
WLDGAASGDWLADKSGEGASSHAAAQEAAGAFGRPSTTARGAAAAAAAAATVGSSRRVASGHRSPSGSLVSARLASPERL
RSAGRTALDVRRRLVAAGSGSGSGSGSGSGSGSGSGSGSGSSEGRRRSASAAAAAAAAVRNRGGPPDAEEEKLVNALFDE
ASYRAILGNVPAANGSSPLDEERLANALFDEASYRAILGERPTLTGSRSPPRSLSAPRAVARRRGMIGFTPPAGPERGGR
GPGRWDCPSTPVESDGRSRGDGWLLSSVSSQVFRPREASAAAAALAEPSQGIDEDEAAARRFAKQEQEAQAREDELLALR
LAAREEAGAERRASRRRVQRRSNASSARRNSIPGYISPDSNHPAVASAAGGNLSDAVRALQFQDIDENDFETLLALDEAG
GEGGRCCAGGKGLADEAMEAVLQTGKAAGARLEESCAVCMEEFGLGDEISVLPCLHAFHGACIRKWLLMRNRCPTCLKAV
IPDSPQ                                                                          
>Esil_CBN76480                                                                  



MVAVVSQGYLCAIFVSIPPDPKPRGVTQINREAFASFPFDATASLVRRKGSGTRPPVGWEVKSSQQLAASLRHPDPGAPG
TTTPFGRDAAADCQAGALVAGQAQRRSGGGDIAGFRKVVPAGAGAVGSMETRECKAAAGAVRSPKSGDTLHMLAPPSDIG
LVGRGGARGVFGTARIASSDARAAAAAAAEGQCVEDVVESGHAGPVLLLGRTKTKPLSPGPSHSTRGPHAHGENGEKHLE
GGELGESLGKHDHFSACHRHRHCHRRHFHQHLSQEMKVCSSWTGSAQTDAPSIGSDDDNDDTAVRLRANDETVVRVSELP
DVCAICLGQYATGEEVHVLPCLHIFHAECLDVWIRGHPSCPYCKGDLNVIPQENNSSHETTAICYACSVLSRMVSFVAGP
FVRFFRGLWERRRQQREQTAEGGGDREAGEGNEAAEGVVRFAPPALDSPAATPVPPSVVAA                   
>Esil_CBN73976                                                                  
MKFGAYAGVSFLVATTAVIHAWQTRVEYYPTVVFLTTNKLAQAALGNWAIVMAIGMGRLVSMLFLGPLRDIEIEVMYENA
RYAFTETCLALTVFRGDLTAVTIALFIQLLLVKAFHWLSRARVEHFEQAGQQSLSSMARLCSLVFITLVVDGLMVTYCLE
NIPVDQVSSLVLFAFEYAILSIAAFSTAVHLLLHVVDNRMEGAWHAKATWVMLLEFFSEVFKFSFYVIFFGVMFSLYGVP
PLNLIRDVYMSFDRLQRRLQAFYRYRQLANTMDERFPDATEEELAECEHTCIICRDTMDAGKKLPCGHIFHFQCLRMWLQ
QQQACPTCRANIPAHVTVAAATAAAERVEQGGARAPGFAALGAGPVGTVDGGDGGGGALFEMPRAADGVGAASGGSGGDG
GVQAGFGAFGGGGNVAAPAPGFAGLVEGGAGEGGEGGGARGVLKAVFVISPTGARVRQGLKQGTATVRTEPSKSVLLLLA
PPCSCGSLLVHGGWVGGPGNEGDVRLVEIGQSALGGSGGATPTPVDEMLDGPEAVGGGREDGLRRRHRGVLAGADS    
>Esil_CBN75113                                                                  
MRAHAAAVEEQRRREQEEERRQRGPPPASRTALKNIPEVKIAALDLAEETNRSCSVCLEDHELGETVVKLPCAHIFHREC
VWEWLELHCTCPVCRFELETEDAGYERERRVRMRGRRPRYRRQELEGLSIPQVRNLARGQNVNIAGCLEKADIVRCLLDS
GTIEVVNSEIPSYDAEELSNMGLRQLRSLMLQAGIGTEGCLEKADLLDRIASSRLVTVTHGEAVPPPAPPSFAYGGGSGG
GSAARQAPERGATAGAGAAAAAAPARGQGGVEERRWAEPNSNSFSRAGIRPWWWRAGRRGGGGGGSAERAATQAGAGAAS
PPPPPPPQAGAAAAAAGAGAASGAAAGRPLESMSVKELREITSRLGVSTAGCLEKRDMVERIRSCGRYREAAGVGRP   
>Esil_CBN73791                                                                  
MEANDSSHAQETLELEEGRVAGPRWAQLEEESVRDHRADVAALWCRRIAGLLVWGFVAFIFSQLWEVAWELKDLKLMGVC
LLVTVSLLYVLVKRYQNIRETGLSGVELVRALAVDDPGGVRLRGVSRKARAMCIDFKYDPEGVFRERSAGRGFEMYPTQR
PGGGASSGSGSGSPSSSSLRGPSRTKGEGKEEEEEEEETAGADGSRKGSQGRRRGRWPWDRGGSGSDDSSIGQGGDGDGA
NDTEETLITRREEQRRRQGQSPPSAAKPSGVSGSANEGVSSNSNNPDAAELGQPPPPPLPPPAYLERDGRQVIRASELNA
SCSVCLFGYFVDEAVTLLPCGHLYHTECIDIWMRDHVDCPYCRADMNVWCNSGGEFSGAGVYRNQAAAAAAPPTVPTAAS
RTAGGDGGGAVAGGAGDVPLSTAASSSEDPPS                                                
>Esil_CBN74937                                                                  
MRLPTVVTVEEETAHAEPTRPRNFVDQWAHHQPKGVPWHVRQTFDYFIFTAAASPTDKEKDEKVKRTGGDPRGTERSTPL
PSAFPAAPSHPGQEDADAGVETARSFVGSSADGSPTAEQAQKAAAAAAAAATAEPAIGIDEGKREGSDAAPALSPEKQTQ
QQLQQGKFAWASSSALTDCSVCLEAYRNGDRVCRLPCAHAFHASCINTWLDQQHVCPQCRLDLLPPELSWGQSSQASATT
TSGNPTQFANLFGSLERMILASHQSVAGGGYSYSGSTIATHGAQGQDTGPAAAGSPYASIFGSPPYGASPLPTANSVAHQ
ARRSPEFFSGPTTPPDGGVGTRRAAVHARHVPRLHRLLGCWQRWRRL                                 
>Esil_CBN76221                                                                  
MLPQTMINDCESNDPNSLDNNNQDAGAAATATDNAVNAAHPRTKRKNPEKVDDKARCPICQDLLPEENRGIVKCGHVFCL
KCVLQWVKKQQNSCPTCRAKVCHIKKTLSLAEALEKNANRKPLTKAQLKRTKRKSTIGKPFPKPDITTEKIRVHKKVSRE
QIRQNAMAPHPQAPGGFLHAQEQAEAAAEAAQAVPDAQPDQVEAIVDQQVAIAVFSSSPPPPPATPQVPSPLPPSSPRSL
ATDLEDRRVAIEADRRALLESTSAFRGHRSVGGGSYVGGAGGARSIGDSGGGVGDRVGEASLDVRVENNSGGGGGGGGGA
VGGRGWRSTVNIGNSSSGVSSDGGGDGSGNSDADNSNSRNNAGVRTGGAAEAAAQESSSNRDVQGAATSSGGDNLDHDDD
DDDGTGDGVGNITTLGHLLSVLGSRRIRVSPNGGIGGIDDGGGGGGIAAAAPSSVPCSPLLPSYSRRSNNNKSISNSSHG
VGNPATDPETRSAAQAAMAVSRAASRYTSLVPEQALAVQGLAALESSPTLRQLRAVARLVVGGSASAGMAGAPALASVSR
RRQPQDGLGQESRQDRDDEAGVFGRRDGGKSNGEERGNLLPRIDNDDNRSDNISSRGGGNGSEEEPCVEPASRRTAVGER
DVSHTEERDEFAFPGRNDNDTTAGGTTGSASPILSDSSATVACGSSTSIPESFAHTSGNDAAPSGSINDGANTAVAGAED
ACGGDADGAGVAGSDHAGGGISVSANGAAGPGGVAINSGRVHSSPLSSNNNNNNNNTCSYLTWLESRSDFNHWPSPSSDD
DDNAASD                                                                         
>Esil_CBN76220                                                                  
MRLLFFLVSPISSRFFRPNPLTEEADLALAGRKAMVAGGECPICQGLLPDEERGILRCNHVFCFKCIHKWTKTESACPVC
RVEVRSITKTLSLREIEQFNVRTPHDPSQVRTKAQIKRARAKRFKCRKPASVVFDDIYIPFTVTKAVRVKLRTQMKEMNR
LLADAPHPQCRWKNRGLQRRRPDLPLHLDSLALGLLPQQLLVVVPPVVLPVGRTDGARVPAATLLRAAAAAVMAVVVGGR
SGSGFASRPGAAPVVPSKKRGARQSGQLLGGTCSPATEPPPS                                      
>Esil_CBN76116                                                                  
MVETSLSSATAAPRGFHQHTSHYNINRRTNKAKMRIEEPASRRDKHQHGLGRAGRCPRWRHRPSGSRGATLPATGGGAVW
FAWPTAGATAAAVLVTTLLSCLCPAAIGLVIEEPFQATFDHVAAAFGPDVLSAEPPVESRPLVRAKPRDGCVPLHNAMDE
GAIALVERGTCNFTQKVLHAQLAGASAVVVTDTPATDKWLMVMYGDPENTQGIDIPAVLVSHATGERLWSNRSWLPGRQG
RLRASVGAAGHIVMAARPVGALEMLGIYLLLSVLLLAFSGVCGLVFALGFTWYQRGYRTRAMRKLKSFTFRRRPPPPTLG
NQSDPAGTSSSNSGRASGTVDATTGQASSLGNGTGSAASEDNSSSNDNGFMRREDDDLCAICLETYEDGDSLTGLPCRHS
FHTQCIRPWLSGKSALCPMCKSEAFGKGGLFLATAPRLEAAFAELAALCTENLAVLGLFFLASVACGVIAAKLSLRE   
>Esil_CBN76022                                                                  
MSLCSCSKENSRRINGVTRRLCLYGVLPREHTTTSGKCKFGDSCTFSHDQRDGRLPVCSFFEKNGSCRYGGDCKFLHGNG
GNNGEERPASTTTTTILRAAAAGGSGSGGAGAGAASAQQQQEATARAGAKIPTPVAGGARSGDAAAAAAAAAAVVAGEES
LADSTEDRCGICLENIPAKGKRFGLLNCDHVYCLECLRTWRKSKGPQKDISRTCPECRKVSFFLVPSKEHLKGKAKLKAI
QAYKKGLSKLPCKYHKPGKASGGGTTTVCPFGSRCFYAHLDENGNDVKDRATPAPPAPLRRTCPYLRAGGGGGGGGGGGG



GGASRGGGANRGGGRSGGRGGTGAGDRAGHGHGASGRVFSDVHVLYPFGRDGTTARFAPDIMMGSHGSRQHMSVIMRLQQ
LMLDAAAAEDL                                                                     
>Esil_CBN75958                                                                  
MASFVMGGGAQSPIEWEWMDDRRRWVSYDAFSSSAIESSFSSGGMSAVVSSAQGGRAGAGATYTIHFSSMQQVNNASSFV
RNVRRNVVGVPSHETWEWKNNGSRWEAVPVPICLQISASRDLRGETSTTAHINSLAHEFDFTQMTVTRLAVGVVVQLRLK
ASRGAVAGAAAAAAGAGAGASARGMSTRSGASASPSPQVSTNGDRSAEYQRIINEATDCTATAAANNETCTLCMDPFSPQ
EPALLLSQCQGHYMHAPCIMQVFKAMGPKCPTCSKMYGPLHGDQPDGTMTVRTHRRGAIPLSGYESDGTILIQYSFPSGT
QSSKHPNPGSAYHGTSRTAYLPDNAAGREVLALLRKSFEQRMTFTVGTSITTGRSNCVIWNGVHHKTNTTGGSSSFGYPD
PGYFGRVKAELLAKGIQ                                                               
>Esil_CBJ28317                                                                  
MERQQALAEAVVRQMDTHELVAIASGRFGSGGGLLSRGRGRASRRFQQAEQTAGVSQETRMSFVKLSAGKRGLAPAHDVT
APPPPSSAVARLAPSSSSPDDERKSQQAADCSGCAWAGGGSKSPTLYYERSNPLCRKPCVGVGSSSPSLSSARPRSSKRF
FIDGGGGGGDGGAAAAVAAAAAATRGVYSDNSCSVCLDDYEEGDELLQVTCGHVFHRACIDHWLKAHRVCPCCRTDLDKL
AQVVQLFPQISKRSLQNALTRAEGNIVLAVEFLLTRPGGDGSTPDAGSGGGDSRGDGGREAVEVSSSAATAAATEHDDDD
GDGDGDDGACRGGGEEAGRGRTAARKPRWGGGYVVSPYSAMAARGGNPALLRSGGFLQGGGLGRGGGGGGGYGSQATTPR
ASIDPPLDAEEGGDDVTEEEAVASTQQQVLETGVARGGSAEGEPECAGGGIRAGEVGAAAGAAAAAVAAAVMAGAGAAGE
TAPRPPSAAAVRTMSARVPTGGMAGAFAWRRRSASLTAAADNEAPKAHGVDDDDACSPSSQGSGSGSVRQYSSLPSYGRS
RSPRGSFLSFSTREGSSVVMEEGGGDGSGSCGSSGCGFGRLAAANASFPIARTPPTSGSGARGMAAAAAAAVVGDGQGDC
MR                                                                              
>Esil_CBJ28243                                                                  
MAGVLAAGERAMSGTDASATGGAIGPNRNHSGAGGGEGYREITDRGPPSAICHGDALDSDSDKTAHDDQGQFRLPSSSQP
ASFDAAARGHMMPAGGAIGSSSHLRASPRRGTINEGFRGGSSAVAGLGGRRAPGGEAEEERECVICMEEFSKEDPEMLTL
CSCGVNKTFFHYSCLLQWLSKHSYCPACRGYLFFEERRRGGGDDGSQDRSSIAATTGTTTTVGGDSGRTSGRLEPPAPPS
SSGGVVSNEDYGRAFRRALRAGLGGESSPSTPRGAGGNVELL                                      
>Esil_CBJ28004                                                                  
MEGVSEPATNDESANASEAASTGSERNVHPGSDRRSAVTPDPTPNDMSLRSTPAESVLRPEVDTRAGIPAAASNVSEAQS
PLSSPTPEAPRSSERWPLGKIVIDSQTVRNLRSADGPTSQQESKPREASRASLTASLSTSHSSGSHDDLSRGRVISAQDQ
QIAKRSEQASAAYSEVSKTSIEPRIASAAADRSGDTTWADGGACLQNGHKEADDESTHCIRQQSLYAEEAARPNKGTKSE
WVASAPRQEDTAPDFGRGERSGTSSRGSHVAPPYEAGIGRRARSPGAVEQASALPSSALPSSALPDGKAGTTHQSIAVRF
VGTATALGGFGSVTDSQPTPAMTTEDNNQQLSAAAGLEDLAQMGSVGEHRGPTVPAANRVEMVVSVVREEQEAGDFSTNS
EPVLPISRGFAGGRGRQASSSTARTTGGAGVVRTENASRVPDGRKPSQVPTPSRPSPAPTYSSNDITFSGPHSPWDESDD
VPSAGCLEVSSAEQRAPISQSERDRRPEEKQSASASSRESAECDSPGDMADVALAAFSYANAVAEAGGDGDPASSILAGL
ENERVWEQTQRVSDGGSILAGLENERVSEQTQLVSDGGGEGSSRSAALGAHATAAKMAEDIAISPGPSRECAEDRTASTT
SAVISSVTTQPTSTALLNGEAASESTTLLAGGTTGACGPTGVTTAASREKRASASDRHDDMMHAMCMICLEKLSDAAEGG
GAKLLGLLDACSHRYCYTCILEWSKITNKCPQCKARFHTVKAVQELRRTNDRVDRSPRPLSGSKTRFRRRERSPTYRGVA
VRVEDRDQVYSFVDVRDVVVLDPEVACHVGCLVRRGVDAIQQGWEFSVQCEQCSTWYHGLCVGFRQEWEIPDLWICRPCR
GESYQITLDPDAITEPAAIVARGRTSSGSNHGSTRGRRASPPSASHDRLPPSVSGQEESEPGEMVSGRGQVPEQVNSIGD
APQISRSVSDGGQGIGPRSDQGRAVSNITAQDQVYVNPPALAPQSRVQSPSASQPPACGTTNGGTIDTTTDTVDLRIART
EIGCTTF                                                                         
>Esil_CBJ27911                                                                  
MVHPAPASTATSTAALPAPTASQTEEEDDDATIREVLYGYADLLIVGCRHYRGVAHLGEFVDLVREPNNPYDRNAIRVDN
LTRQQVGHIKATQACILSPILDDRTNGAPRVEASVSVGGTRVYDLPIRANVFGPPERASATIAALGRLYLKGGMTGRHGS
APGGGSGASGSYKGHAVAVQTAISNPVKTQRELDEMFDKLDADSPQLPTANTSANTEPVLLASLMTHQKEGLAWMVQREN
NPDPNGARLDDGKKNNPDSNGKGCQSHSSGLPPFWEQRVEGGKGVFHNTITCSSQPCRPASVHGGILSDDMGLGKTLQVI
SLILAQPPAGTDYVKKVLAVEANKRLKEALDRGETPPPQEKELTPQQKQEAVAKKYKKLKKADLERELAAKGLDTKGNKN
DLVGRLSTHEAGLTPVDPSVKLGTLVVCPMSVIHNWETQFAEHVKEGALDVYAYHGGNRNQDPTFLATKDVVITTYDTLA
SDFSASGGQKALEEDVTAAVGGKPKRRHGVGGLGGNRVVLDEAHPFRNNKTNKHKACLALSSRYRWCLTGTPLINKPEDI
GALFSFLHLAPASNPRVFLQAIGRPIRSGSDAGLARLRVLMKSVCLRRTKSVLSGKLPPKVVEIHRVQMDDGHREAYNTL
FNSARAAFKAALADGEAEVMSQYASVLECLLRLRQVCCAESLVPSGRLETARKVLNQLAKEGPKLGKEEATKLFAKLKGL
LEQDEGAECAICLELVGHADARVLRRCGHGFCSKCLGAMVKAGPPVAGGNRNKCPLCRLEFSQEDVVSGAELEKAGGASQ
AAGGEEVAASAVAAAAAAAAAVPGATVVEGKGGGRVPPPKVAALLQSLHELRRSGNGDKAVVFSQFTSFLDVIQPFLLAD
GFRLARLDGSMTNKQRQAELKRFAGKGGDGAEVMLASLMAAGTGINLTSANHCFIADPWWNASVESQAMDRVHRIGQTKP
VRVVRMVSADSVEDRILEIQEAKEALGKGALRKLKPDEVRKARMTDLRTIFECKTEHAIEA                   
>Esil_CBJ27858                                                                  
MTSIQQCVICYEELTQDLSAAPCGHVFHSFCINKWNSPGRCCPICHVVLPSELLKLYYEPQKDAPDETAVVGCAPDCGTK
DVEAMAAEMEKLQRKLTKSNKRFMEGENARTQKAKELEDLKREVAAAHVVTANSQKELETAKIDLFKKHRDNNRLKREME
GNQKRLREIQGDQVAYSYLSQFSSPARGRALVGLGQTDVEKVLGQIRQGYTQADTVIRSQHEQLTGSMEREQRAKRELRK
WKQEGETVALELQGVRSRLARARKEVSRLDKALAEATVKAERQARDRESASSPGPSAGTILGDWVAEERPCGNGGESKWA
LSRKSVNGRPGSKAPSAPRATASLASKPAKRKRVERADEENEDDLVSLGSESEGEGDSSEDEDEEAESGSHGDPKKTAER
RAASRDGGGALGGAALIKPGLPSRTFLTSAVVRSGSGGQPNRKPGKLINKGFNAVGGRHLVVRPSASSSTKPAFYLGGKQ
SRLATTSRNRTL                                                                    
>Esil_CBJ27578                                                                  



MATSSKSGRTEKPGNCSTHQISTSFLFNSTLILLGFVWCGVTFARLVCVHRARESALSGAHFSDRRGGRGDQTGAGFTGT
GLGAATSAGPAGLTPAQIRSLEQTNVLPKHRRFGSKLAGGGGDMDVEKGWGVGGPGKGTEPAAAGEGVEEEATCAICLCE
EEDGQDLRVLPCGHFFHAGCVDVWLAQSPTCPFCKQPVEPPSTESKAGLVGSSAVPVRSLRRWLRNHERGPGAVVAQTAP
PGGPTGGEVEMGSGGATSGVLSEPVVARTSGLVGGGSGGGFGGVDVAADGGDADRPRAASQGGGSSSEVVVTLEEEEGEE
GEQGQGEPPAAAPPPPPTSTAPGVASLLPVLPPAAVAGHEANPAATSPSPGGGAEAFPAAAAAAAAAAGDEQSVGGPTDV
HPAAVAAVDVPDPLSVSASRFEERASASTTA                                                 
>Esil_CBJ27513                                                                  
MSCSLDAADGALRTGIAPADVFILSRLNDTTSYFFTWFCKKYRIQIGPPRGLGGKEEKTRCPICLDSCTKSIELQCGHSF
CRSCLIQSAANNMTSCALCRREQEIDPEQLRARFDEQRMLNLAQRLAIPPPPVRSRPTATGAAMSASEGACEEKEVRVRV
GVVPTSTTQREVLFGLGGDVGAMSSDDLRRRWSCGVQTASSTAGAASSSELRSSWRESHDRSRSPMPIHSEGDLFGTSCQ
VLHGADSLSCSGHADIGSHFTGASPRRSPDSQCAGGGRVNSMCLERHSSLRIPPSNFGIDASASALPARGENTTPFETSD
VGGLDAACLRKRRHEAMEFGDVGDMPVSELAGRLTLATDLRTCSEDVTPFETSDVGGSDAACLGKRWHEAMEIGDVGDQR
VNELTGRLTLAADLLARGEKTTPFETSDVGGLDAGCLRKRWHEAMEAGDVGDMPVSELARKLAVATGLPTCTEDALSLGR
SDVGSLGVACLRKLWLEAMEFGDVGDMPVGELAARLALATDSPRCREDGTFETSDVGGLDVACLRKRWHEAVEYGDVGDM
PVGELAGRLTLATDSPRCGEDGTFETSDVGGLDVACLRKRWHEAVEYGDVGDMPVSELAGRLTLATDLPTCSEDALSFGK
SDVGGLDSACLRKRWHEEMEFSDVGDMPVSELAGRLTLATDLPTWSEDALSFGKSDVGGLDAACLRKRWHEAMEFSDVGD
MPICEIAPRLTLATGRQGVGGMPSVQLEERWQLQEAKLLRESGCSQANRKPLLSKMGARTARGCTVEDLDVTSNCCILQG
QAVRAATSSAGGHGSAPVG                                                             
>Esil_CBJ33866                                                                  
MMISALNLNRSKRGVRSSVVELPAAASDASSPQGTPQAQIQSGGSSSGDGSAHHTGAASSGPSRVPWRRPRSLLRLPGSA
ASRRQRTTVEVLPDPPRGRRTTSPSPQPGSRPAPSVLPTTRQYGRPSAQAVPRVPSRSPLLLTAGDDSSGSDRPAAQATG
DRRPSRVVPSVIDLAGGNAVRAGASRSPSPESTNAVVRHVDEGMRDIERRRLAREATRRAREAERRLRDAQAGYDSEFDM
DTPTPTLSQEQILRLQSLSPVVTDLTGSLTQWEFDMYTTTVLPSSEEDDTAALQYMLDLEREEEDKKKKKEEGEEEKEEQ
EEEEEKEEEEEEEEAKEEEEEEEDAKEEEEEEEEEEAKDEEGGGGGEDDAGFKDGRVKQKKKGKGKRKRKTSFKRKKYDD
CAICLDSITPFEGRTTLPCGHVFHWVCAHTLLLNYSSQCPSCRKEVA                                 
>Esil_CBJ33822                                                                  
MMISALNLNRSKRGVRSSVVELPAAASDASSPQGTPQAQIQSGGSSSGDGSAHHTGAASSGPSRVPWRRPRSLLRLPGSA
ASRRQRTTVEVLPDPPRGRRTTSPSPQPGSRPAPSVLPTTRQYGRPSEAVPRVPSRSPLLLTAGDDSSGSDRPAAQATGD
RRPSRVVPSVIDLAGGNAVRAGASRSPSPESTKAVVRHVDEGMRDIERRRLAREATRRAREAERRLRDAQAGYDSEFDMD
TPTPTLSQEQILRLQSLSPVVTDLTGSLTQWEFDMYTTTVLPSSEEDETAALQYMLDLEREEEDKKKKKEKGEEEKEEQE
EEEEEEAKEEEGGGGGEDDAGFKDGRVKQKKKGKGKRKRKTSFKRKKYDDCAICLDSITPCEGRTTLPCGHVFHWVCAHT
LLLNYSSQCPSCRKEVA                                                               
>Esil_CBJ27070                                                                  
MQDDDNMQAGVVRENGQTFDDVDRVNDAGRDDLCVICLDPLATRRRSSLRCRRVFHKDCIERLCRQNRRRKDDPPGAWIC
CPMCRQPTIIGEIRGFESVIVWPVPRRIVSGQSYASIDLYAFLERRNDRRTRATHVLVTLAEDILGFLMPPFSVPPGWSE
YVEHVRRLPRREVDDTVWLPILCREEGARDVLVAWGREVHRPERGGRYPPFPWPLQPTSRPRPRRMLRQTETMEEYVNRR
AREGHNHYDVLVDLRADVLRERRPPYVPPQGWSGCVNAHRVVSENVRSSLYEEVQFTVLRVCGRYEGIREWASAVRFWAR
RVEQGEEVGGFPVFPSADNGNVSPHVSEERRYEEERDVVVAVVGEVATAGASAEVQRAAGRALERGNRQLQDSTVGRRGN
GAAFEDSARECLEDYVRRVTRAGSAPNTIQHLVDDIIHNASPPFIAGAFWDDFVATRRRHVNARRQYQRFPFGDEPEDAA
LGDFRDRIEHWAEVHERRSRRDCRSMLLPTFPWSLSVESPGIWDCTRHVERTNAVSVADFARPNDDGPFPPPCTQPGSLR
HVISSAARVARRGHAGGETRRRKHGRD                                                     
>Esil_CBJ33617                                                                  
MGPKSTPSRTTPRPGGLPRLCLEGRCTNRQCDAHGRMVILNHAFRDFDLIRPGRDPKRCPMCNREVVPSTCAFTDCTWRY
KGRKAGETNVLVGMWKEAGDSYHRFEEGGEVQWDRLLIQVRPLLKLEQRVPSAPPADERMERPNTTANTATSTVAVVIDH
TWSRCTRCTDCSAFGATPASDETVLDCGHRFHTRCLAGWEQGSMIVCPICREESSPLPQ                     
>Esil_CBJ26996                                                                  
MFRCMLNMFNAPCLRCIINPYPKTNNSNAGAEAAQRHALALRCREWEGRDGGVFAGGDRPGGDAGPGAGSNSGLLNPSSA
VVAAKRAAVPCLRNLASFVSNQGRHVDAEVVLRTVLNILRDYKRQLSSQHHDGKGKREADAPLLDGGGGFGTDSASFTPS
SFEEKRSDEAQADAGSPAPSPTPDTRNGGTRNGSPAAHPTTEPPPLSAVPETGIAGGDESLGRDGSTANTTTGGDAYESG
DPPAGSRPSAETAGGGSGGGVGGGVGGDNLRSHAAQATAALAEETVASAMVAATRAVAVMGETAATLEPSSLVVNHNRAT
RSDASPAPPPPSPVPLMKQASAGPTAGRRGGRLEESRLPGMKFGRGESGGDERGLEDVEGGEDEEPDQMAAVTRHHLAVV
IHAQGRAKEAEQLLEDSLRVLKRRKPPQAVCVAQAMHDLAGIVRPADPARACTLYRQALKTLEDARGVNHFLTAPTLAKL
GALLGESLVAAADIPITPAQPAGPGCAGIQRSAGLAEAVCASAGCGVEDGSAVAAAAGVDWDPKKAEEMIKRAVLIQGRH
LGLRHPAVASSMRAMAELYRRQGRLAEAEPLFRRAIGIWELSRGGGGMDSDAIAALHGTAHCVLAGAGADWLGRFEEAFA
LVDQAYRIASSHPGNDASSRLLLEALRMIRSRQRQGRGDPQPASAAIMEGVWTGRWDPAKNDGTSGGGATQGRHVRSRSN
GDGNPRCAVCLEEVGGGEPTVDGGALGREGGGGAAAAAADWTADIGSEEGLRAETAESVHASGSFAYLPCGHRFHTHCIG
RWLAHSSSCPSCRSQVEEETIPTAVAMDATAPPSPPDEARGHGARAVGGSRVAASRNRLSTPEAEAAEVADSVLTAAANS
VLTAATRGVAGQAQRGGDANGRVGFVGVNRRGGGGAAAGGGGSSAVAVEERAPFC                         
>Esil_CBJ48733                                                                  
MENSGRAGSPGNSEQSGEGEEVKTTAGCWEGDCVICLCPLRSSSQQPQEEQQQQEVYQIQACGHKFHRACLAENRRAGNI
GCPCCRGPLERGLTPTPTAAERRATADRQALSEARGATLDSALVAMVAVREALTVISNAGPAPAVVAAAEPATLAARSTQ
EAVSTVLAVVRSTAPSVTMYAAASRGRPSRYQINHLRCLDAESERAFMGSLSRPVFQSHLRGILRIALQPSSSR      



>Esil_CBJ32488                                                                  
MEGAPWDRGARCAGWASPKRGRASCLLSRLLLLRDTRPRRGSELEGQECAVCKDEFAAGDKARELPCQHSFHEQWWWRRQ
LGQQGQLHLLFVFTLLLLLLLLYVWFVG                                                    
>Esil_CBJ32454                                                                  
MLLVPVLCFCLPCVIRLMGMLQGPQRRKGARQDEIEKLPVVKYREVQDMEDDACAICLVEYEAEDELRKLPCRHAFHKTC
VDSWLAVNASCPNCRARCFEEEDGEGEEKIADDAPAPVGDNLA                                     
>Esil_CBJ32426                                                                  
MMLASPAASGEASAEASAATVEGTAVPSVGDAEAESLALARQLMEEEAMASYAAAVDNFRSAAAAARAAGGGMEGVAPED
MAAMQALMEEDENNPDAFAMAEDESLDYDGMLELGSAIGDVRKDRWRMRCKSVIAALPRVSYTAGGYSGGEDTKCLVCQC
DYEEDDELRILPCSHTFHTECVDGWLEENEECPTCRRSVSPQA                                     
>Esil_CBJ25503                                                                  
MDYPPELSSPDLVGALVQHTDEDQVIGLRIDACLNHGDPASWSSFLRSSGLVERETLNHVASATTQGSASGKRRSILVVR
VFTLCWTAAVELARYYSSLCCVSRSGACQFSAVADQLFRSRPVTESFRPDVYLRLLALHCVSHNQNAFQDFMLHAAPVTR
RQRQRGGGGVDMEEYARRMTSSRCDGDHITLQALCDALKVNINVVKWTRDDGWYPRTVASATTNDAASASNPPAAVAEEP
RRPSRSVFVADTLRPRAVASLDARARDLQLQGRTLWLSLHGEAHFRSLRVRDPVTEAEAAALGRAGDSTGSAGGGGDASG
GGGGRSSSASPSSSSSSSLSSPPMAGRTSSSSSSSSSSSCSSSPPPSSSSQGRGGRSSPRLRSSSSRSRLPGGCGPGGGD
GEASAASAAPAASPKGSATAGDSGSASGPAAPDEACREGRREEQQASSATDGAGSRDVVVAGGTADGSPGGRGPTVSPPE
EAEALPDGGGVGDGSASNGDGSGGANPSSATRGSESPNRDAATVGGDNLVRRAASRDGVERVGPDETAAAVTAAGEGAVH
SEGRAMPLKEGSLTGGAAGANNDSCSKGNNGQDDEGEAEDCSICMCPVTGDEDQASLDKCVHAFHFTCIVKWGETTNQCP
MCKSRFYVITRLRDDHVKRFRGSRRRRPLDEGGLFAPNGHLGGLLIPEEPEPEGARAVCLHCQDGGAEEQLMLCDGPGCS
NAAHTFCCGLEEVPAGDWFCPACQARREEEARRREADSRRDAILQRVWAVDSGSEAEEEEQEDDDGVEEEVGRGQQQQQP
LESSGEEGVVTGAGAAGEGSGAAGGRRTRRAAAEAAAAAAITTAVTAGAGAEAIDEGGEVRVSSGDLEAIGLGDSSASSS
SSNEEEEEEFHGSDAEGGDAGAGAGPTETRGRTAVGSGVEGSSRPRPHSSASPEARRRSSDGSEDGERLVSVLPGGGGVS
GGAAAGGASSSSRRRGNRSNGGAVGRSGRSHDGSGSAAAAAAAPNFWPRVLASATSAMTPRHVFADEEYGQELASSEDEA
GPPAGATGVVAQSWADAKLAQQLAQGKNKKDKSKAPSTSKQPPRTATTTRTRPQQRQQPVRGSVSNGQASVGSPVWNGGA
ASTAASTAALRSTPPPPPQQQQQQQRRPERRVFKRPRMMLTSLPPVLPPPPPPPLTMSSAKRYGGRTGGGGSVGDGGGVA
ARGGRRAGVGTTTTTPRLPAASDVRLGHSEVQALVQRLRRVALKERERRSRGWAVGGSSARTGVSEGGGGDPKVAVEVEQ
TMAELRRVAVHGDATTLDVLLSSQLPTVLRLWLEVAPDGGPFLPPPQRASLLKVLMVLPVQKSHLRESGIGKLVVAMAAD
PGETRDNRELIKQIVRRWSQLVFRTPRELPVSPFSPHNHASPIPRRPAAVDTARYAGAGAGAGAGGAGAGAGGAGAGAGW
TTAVRSHRARSLGGEMLWASSSSSPPPAALPRHGTFQGTRGTPPPRGKKLGGGRNGGSSSSSATLRRGGGARAVVRTIPR
RHDVSGGTGGGGVKRTIPRLPPQDGNGARGGAGAGGGAATSSLSSPARHAARHRNHHRESASSSRDSASASLVPPTSSSS
SSSSSTATSSLPHHRQLHLGGNGGGARASRPRSSFSRPASDGDATPRPQQQRQPPYCSPSRHFPARAANAPGGGGGGGDG
GRKRPREASLAATAAAAASHSRTQHSGRQEGGGAENGRGGGGVSREVGGGGGGGAVGVPSRRFDWPAARGPRSG      
>Esil_CBJ30842                                                                  
MSAAVSNAPASAASAASTTMATDDVEAPALDPTRDQLRPGGHPTTSGDAAAVELATGLDAGDAAGPAGGAQLYTTPRALE
GSSLPFLAGLAGIISTIFILGDLLNKRMLHPASIVVFLLSVSYCVAMLRRQWASTGGGTREGRNNSFTKEARKELITYFV
FGAGPEGLPTEAGAGAGAGKKGNRPKQQERGNGASGDELQVSRTSSRRWRRERQRSSGGDDDDIVGGAGVSDGGAARNGR
IDANNADTGGSLSANTPMPSTGPCSPAPLEEEVLDGDAATAATAEDAAVTASPGHATAAVTAAATPTGPELPRATGEDAA
EEQASAAAKAAAEDDPTRAQSDSGEWSTGQACIVCFGDYEPGDRLALLPCRHVYHAQCIDEWLDRAKIPSCPLCKTDLRH
ATPPDDRSRSISTAGGGGTSVNAARVGGGSGGGGGGERVEFTGDNAV                                 
>Esil_CBJ30841                                                                  
MAPKVFLSGGEVDARRRAEMSAAVSHAPASAASAAATRATADVEAPTLDPTRDQLRPGGHATTSGDAAAVELATDLDAGD
AAAPAGSEQPNNTPRGREGSSLPLLSGMAAMMSMIFILGDLVNKRMLHPVSTGVFLLSVSYCVAMLRRQWASTGGGTREG
CNNSFTKEAREELITYFVFGAGPEGLPTEAGAGAGAGAGKKGNRPKQQERGNGASGDELQLLRLVLSYREQPVKVKAAAE
EDDPARACDSGEWSTGQACIVCFGDYEPGDRLARLPCRHVYHAQCIDEWLDRAKLPSCPLCKTDLRHATPPDDPCRSIST
AGGGGTSANAARVGGGSGGGGGERVEFTGDNAV                                               
>Esil_CBJ30776                                                                  
MAVGSIDLGAAVILVYNEGTTRFDDVPSMDNFGPRIPEEGFAGRLQLAQPNVYACSAISGPTSTTAVAPAAAVKEAAGEL
DFGGATPPSRTRAHSGVSRGMPLAVSRQPPRGEILEAAWTTAAATEAAAAGEEDLPSAALISRSEKDDPNGCTFETKVLN
AQAAGFSMVIVYDSRQENMFKMGRSSAKGAKHPKVEIPLVLVTHASGLALKALIATTSDNRGPEVYVDNTDPFGMFVTVD
LTMFMLVTGFLLALLTCGSMMVVTLHRYLRRYESLVAGTNRPMSLPEVLQLPEVRVEEGSRLEGDSCPVCLEAYRIGDKL
RSLPCQHAFHAGCITPWLTQRQRSCPMCKDPVTLTVGLAPPTSSSPSSSSASSAAPAAVITAPAMQAARADGGERGDDGA
GGDRLPLLSNSRGAPIAGGSIQDTSPV                                                     
>Esil_CBJ49189                                                                  
MADNGEVQTTATHPMTRAGAAVPERTRRMLARAAIAAAATAAALKSKRRAFIAANRERSEDAGGSSSTTEPPTPEPYGGE
DCAICLSPLRRPGGSVPERPVYTIRACEHNFHRDCLVANRAEGRTTCPCCRGEIERGLSPAPTRRAEQQAAAEAEEHARR
LARRAERRARRRQEEEREAAAAEDAAWQARRRARREEEQRRLHHRDHHHRRQWAETEERSRQREQWDRQQQQLERLRHEQ
VEFRRWQHRRRQQEERERQRELSDQRRREERRLLAEGEERQRQEHRHRHVLMEQLRASEAARRAAQQQEEARRRRLLEFE
TRLQLARRERLTAHRGLERAQVQAAASVAAVLVQAEATVSAAARRNDETASAVERARSQYRAERARQGLGVGEESG    
>Esil_CBJ48365                                                                  
MAGASSSALPDEFSVSTPPSQPIGPPGHANRDGAPIVARVPEGGGGSRAASMLRREQQAGLTTFSNPEAGEHLCRSTAVL
PRQDGGAQESSVATGDASIDETNEEHSTRTRSGQHLTSALALPRPVSSPAAQELVEEVNSSRRTAERETSESHGVGMAGS



ATAGQHLPADIDIGGTMEAAPTDLAALRTLGSDRTPSLDSGPRLVREAGSRRASPRGMEGTGSGAASSTREANAGETSGR
GDMALPVRELEAAMNGIDTERGRLILEIARLRGQQNQSLVHLHRLQHEQFVVRQRQVSTLSDIVNSFGRTVAAAGALPHG
EDSSLGRISSDVVSTLRRMLRLLSATVPAATAAQSAPGNSPVLTTTSSVPDGAPPPAPNAPRPAAVREGQAASGSAGTYS
VGGRVALRPAGVDLTQEVIDAALQALPRLAAAATAISGASRMQGYLADLAGGEASDTAGRRSDYTGRCCSKETIAALPDA
SQPVEGAVGEVDGGGVRGCVICLSENDTAGQHLCRLPCNHVFHRVCVGKWLSMQDSCPTCRRQVPNVEIGSTLATTAPPH
EVA                                                                             
>Esil_CBJ48323                                                                  
MDGAVSLEFMTGNPQLGVLSGRLTYLESSRNESGDGSSSRKEEKGHARRSSSSSSSSREGSNSSTVANTTYSPSFNADVL
LDHLPQRRGKLLCLLSVPAHMVPTDMLHFAAPFKEQVHSLRILRPCNPVGPSDPAKTPAEYMVLLQMESQSSADDFFLQC
NGKRFNSFEETTCRVVFVAKATFDLPADSSPPHTPPAGSAVGATATAANTAATTSGSGGISSSAGTPPQLRTARHFSPIG
GGGSGAAVAAAAAAAAAGVGGGSSPEKAAAAAAVAQAAGWEYDASTCVICMERMESRVLTTVCNHSFHVECLMKWQDSPC
PVCRFHHNNASEASTCQECQAADNLWVCLICGSVLCGSRHEDHIRGHYNSTLHAYAIEIETQQVWDFAGDGFVHRLIHNK
ADGKLVEISDPEQTSEERPQMPARLSDVQEERLVHGKLEGLAYQYNTLLTSQLDEQRHFYQKQLNGLLEQQEKSRRERRE
RMVSGADLVSALRQQRRELESKCASASARLRKIREETAFLWELNQSLEANKPQVLANLEQARRDLDSARKAREEWVPQLE
EKVAALMLKLDL                                                                    
>Esil_CBJ29540                                                                  
MIRKHPKSMEDSGSTCSTVLALCLPRCNGRGGRRAANPPDRGPKFDPDEPPLRWTTAATAWGDIVRLRHPRGVDPKWARP
NTRQIGIRTLTGKTIFIDVSSSSTLGDVKGLIQDDEGIPSEQQHLIFNGKEMEDVNTLIDYGVQPIDPLDYDVKNLVHLV
LRIRGGGGGGGGDFADVSNPNTMQTLQVSRGGPKWRRIRPGLCIEGMCRNERCDARGQMVISPRGYKDFNLVAGETVPCP
VCDEGVEPKTCAFYQCMWRYVGKKDGISTVMSSSWGRVTDKYTRFSGKKVVKWDHLLIQARPLDLVKPVNTTTNTVRVHI
DYTYLECTICIDDIERGQKTIVLTCGHHFHAKCIRGWAKGGTKVVCPNCRQKCAMPK                       
>Esil_CBJ29064                                                                  
MFWSCCTRAPKQDPDQDRVVNTKHLSCPRCRRLLIVPNVDTFRCHCSLVFSKVRDAVGGTMQLCFSLSEQELHGQGCGLP
RELVERLPVTVVTEEMCAKKKHQAVDANGEQAPKAEPIDDDSMTCRICLSDYQPGDKVRILPCFHRFHVSEIDDWLNRNV
CCPLCHLDISKALTGSSGVAFVSVIEGNPRPVIERTRRA                                         
>Esil_CBJ28905                                                                  
MGIFNYARQLELGAKGAKEIESPNGRLYLRRDSDGSQPYGEEEKDFRVGELHPDSALSSSHASPTHLCDGSSAVPGRRER
EVAFPRGRRQKEKKNDACYDPVANSRTETAVPPTDGVTACASGHERPERAGGERGTCGGDSNPIETERNELQMLPRRDGG
WTEEKKEQDGEGHAICDGGGAADRQGTREQLASAAEGKARDGEDVVRSRDENGALHELGANNGDTTGQGPNEVRNASTSD
IAAGAPAPADAAPAVTVVEAEQPDAGGVETNSVVASGSEAAVVAMAVRPPGVPCRPGSLRLLSDKRLSEARNRRGGMFPA
CRPPRGGSSVACPVCLEAFQAQDVVTLVTCGHAFHRSCIERWLERSARCPCCRWSLAWTNRGCCPRMGI           
>Esil_CBJ34160                                                                  
MEDMKPREKITRLPACLHTFHSKCISKWLKEKPCCPIDKVAVSVNDSGQTDC                            
>Esil_CBJ49016                                                                  
MGRALAASVSFGTFCLRAKSTAVAAAEALLPLADEPFTLTEGSALYWVKAADTREGHAAACLRNGLDPTPPDIFLPDQTL
PALQAAEQAEEAPEGAASSTPRNASSSDAATPPPARPLWSENLVTVVANGLGLELERPGGLAGCCVPGMWCGPRGCYTLA
FGDTFSNYGGYVGVPPDDYSIYTCKEPSVPLAAPADSSTPAPAVNGSDPGDAASAPGSTTAALPTLSPTAPAAEVEEKAG
DGSPAPPVRPTIVSVGPEVVKAGEALMVVGSGFGEAVSDVRVMVGGRDCRDPELCHLVCRPCGEEDRCEFDEMCMEDGLS
KEKVCLPICDGTEGSCPCDHRCLPKRFELQGEPHSMVVNLCRPPDADPNFLCHGSVLREQERIQCTVPVLVWDQAETESS
DRAGAGLGQKPPVRRGRHLDGDGRRGGERVEGRGVVEGEGEEEEEEEEEGGGGELSAASFSLSVGDRGAVWEGSVEYAPR
DCHSAEDCDDGDACSFDACVEGSCVHTGVQEGYGCQAQPVHATWRGDTYRYFQIVDRADPVEQAEFVAEVRAQNKLSSVT
FADDYPVEFHNWREFPVYGTKYEDVYISPNGALFVPPLQTVVPGGLSAVSPSTEAYFPVLKADWNPSDSRAASSVLVMIE
EDQFSVLYQDVFLFKRSASATPSTFSTTVFPDGSLRYRYMRIGDKADWTAGVSGNSFVSPTIRNRHVRQSQFIQMDENGL
PSAAAPSEAFSATPTPPPSPGAPASTASNSSDSTSGDDASEVQGEGGGSAVTIIANGDGAEEEDGDTEVTLCRAPTLACL
ARACGKAGSEVPVLWEGVGCRAAASLNVTFSCRIGGLEVPAVSLEGGATASSSGSLAGGFEEEAWGPDWVGGEGGGGLVC
EVPRLEWAEAGQDEAVMVPVEVLWSLPEQASDSAKEQVRLGAAGVGVHGLSVLGDAGLINSHVLAFRYYRDDAEAPDCGC
STSPRQTELTCDSCLVCGGDGSTKDCGGFCHGEASVSPCGECSGGMTGVTGGLWCDEYGEYLDGPAEAALLSLSQSIMML
VALSIMTAFLTMCLFLARALMLRGVLAMEGDRHGTLRRRAFSRHRGLSPSELDCLETVEYSTAIDIVSKDKGNDDNSCAA
DGGGDSSGVELIGEKVSPTSSRSSSGSEEKGGGVESAGVTGGDDEAFIAQGAEAASSADCAICLGGFEEGDVLRKLPCLH
FFHQKCVDEWLHLSVSCPLCKRSAREGLRRNRRRRRRLRAAAEAAAQRAQQHRDSTVPATTATPTRTPTPVGAWFRGLPS
SLARLFAHSGDGGGGGGGGEGRGGRRQWQRVDDDGSNGEEKLDDDRGDTGHDEDSPLDGETRRMRVLNANIAVKRSVRWR
GLVYAEAGPRTS                                                                    
>Esil_CBJ28633                                                                  
MPRRKAANPIRTSRRNVTGDGIGGRPPAPAPGPPADGGLSPSSGVGDGGGAVLPNSSATVVAGGLEGVGAGELGGVGEGT
VMEDEDDEEEEDRVNPSSSGRKRQKIEHREGSALVVGDVIGSRHLALYPPGSLRALRGLRIVVPPPPGRASLVRNACVGR
FAVGDEDEDFATEERGSSQRVSTGVIVEFCEDWGVVGDPGGRAVRSGMMLRVTPEIFGAFEDLDRDGYVAITAARPVADN
TPPPGSPPSAAEILHALDAARGTDPDLRSAIERGPPTPLMELRELVVNLRHHQKAAIHWMLGVEKGATTTMNKPPSQASA
EGVGVEDEGEGEGKGREEEQEEQEVGLLEAGGNADRRAASVASEQNAVLLGWVRLALIPPPSLPAAALMANGADNFGQEG
GKNRHRIPRTSDDDRGGAVLATLTGDEDGRRGRTATKRETRVVRAGPDQEMGLGKTVEMLGCILGNPFRSPVIHGTRLPP
VGSTTSAVTKDQRDKIHDSPAPLKSKNGYWDDLTPTDEGSACVCGRGDDEPLAPGDLCFVQCDACGWWLHGGCCGFVPGV
DGEEEKGFTCVVCSCLALLKDPKRCGSTLIICPHKIRSQWEREIRARTKAGALKVAVYNGVREILSMGEKAKRASSKRRK
NKRRRSSNSTTTTGTDSRNSDHDATNTSAANNTVSGKRRDTSTTPAAGADQGSRTNRDQPQDTLPRDDLDQQPVPGDDQT



PPAEGDGTPSDTGTGRASPETTGHPVAQAAASGTGQEATAASSATDVSGGGSDTDSSSGDPFALLSPKNLASYDVVLTTF
EVLRAEVHHAESKFAGALGDGGSAVAVGRPSLRRKKRYRVIPSPLPALKWWRVVVDEAHMVESTTQETAKMALKIPTTHR
WCVTGTPIGKGSIDDLYGLLVFLKASPLDDKAVWTKAIREPIDRRLPGAMERLVSALKPVMWRVTKASVAAQINIPPQTC
VDRRLSFSSVEEHFYRKQHRAAAADAQKTAREGGSGTEEKMFNSLLALRQACCHPCIGSGGIETSGGGSRLGGGSAEGRW
LSMDQILDRLIDAERLKAEEAQRKAILNLNASGAVARLILQAKERRSDAARTADAAAGEGEGGGETAETLLRDSVSSYQR
ALQMAEDNRTPGPVTGGAEVTGSTTMLPPSTKKRLKQHPAGAQPSSKPAADPNPTAAASRHGTTAATVAFVELRKPLTLS
WEVELGPIVGVASAEAGGETAVAVAERETTPATPQGAEAVGGEAVAARKGAVEEDEEGGGPKDTETTAMGERGGERGGLG
ESEAGGASSSGRRGTMAAAVVGGGSSECRRVRDPTWARLVFADRKRILRIRVRPCYPDQFAWHGDDSTAAASPAGATDRA
SPGENGGDPAPNKGRQSTRREDNAADIGMAVSGRQDQGGAATVLQVPNGASNGVFATNGYSGVAAEAAEGVMAKPGGVSE
GEGGERRRQGTLVWHPRVCALQASSQAGVFEDVVRFSMDAPSASSVVPGSGTAAGPTDTGDDKTSAAAAATSNIAVAQGD
GKIEDDDSDSRGGKWQEVVVPSNRSVRGREWRIVVETSWCHEGAPRASGDGWRGGVGGRGVVQVAMEVELREAEVDADSL
QILHAAHNLLEVLDTVKERELLLPAGQAPPARTSELRQLVGRIKGGYVATAVGIHRSSRLQLQESGRASAEALRAAAKKR
IGGVEWWEVALGYMESTRDEGNFVQRAQLELLHEKAGQHAVMVRRSFPNFTSIGGLRTALSIKIKEAQTKRKDVLRKLDS
LTTDPGPMEVHSNSNCRRCRADWGKTGPICGHCKVEEHIDAWEACVVYFRRPLKNTADAGGSAAGSPFLSRFGPGGEGTN
NAGPGVNNAHQGHTFKEPSATPRLLRLIQRWIKEQARGGGGGGGGGQTVGGSGSGAAGRRQGQVQDWAALGAESKDFLAS
WEASERELLASRALWRAHLDLLSNIDELGSCVTPLRLADSDEEARLGLLTEEQRRMVLSEGLLGIRRREYELERQAAAHE
LDSSRGQLAYLSTLVEEGSGALSGATRECTVCQEDLVEEVGCLPCGHTFHPECIGFLRKVGSGGAGRFRCPTCRRSSSVA
DVRFASTLDQSDGSAFGLPVKGSWGTKITALVGDILALGPSDKCLVFSQWDDMLDIVELAFKENGVSYARMKGKNRSELA
LEAFRAEGGPRALMLPIKTGSHGLNLVEANHVFLLEPLLNAAVEAQAVNRVHRGGQTRPTTIHRFIVRGTIEEDIERLRK
KKTSLARLATSPQSPTRNPRGKGKGKGKGKSDPSSPGRPGTAAAAAVAVARRSLAGDMAVSEGRGVEAGVGGAGTATGSP
GFEEENRRGAAGARECSTGRLAAGGEQPQIGGAGGQSGGREEDKSIAREEEEEEVEEEEEEDEGGEEVVEQEEEVSIVGG
VAATSERRALSLDDLKALFE                                                            
>Esil_CBJ48946                                                                  
MKKHIRHVPHRHQESGTSKRVAETGASRPWRKGSESARDSRIASTLSVFSTFARKRRASFGRERIEQARDIRFLRSISKT
STHRSSVWRISNFSDMAPPQRPGSGWLQNANGSKNQPTLAPTPDQSEVTRTAPLPEELIARTEGVSKEEEEARRVERAKK
AAEESKKREREEEEMCAICCDKLPNLERGVLSCGHVFCFACIHQWTKNSSICPGCRVQIKRITKTLSPADEAKAKGETRK
PVVSQRGMKKKPRKQLKRARHRDSRAKNPASGFVTKTVRVRPKSLKMTPAQQRAAPHPQARGGWMYVQEQQRRLQQQQQQ
QQQQARVIQPALARGALSESMTQAGAADLSPQVEALARDQAAAAR                                   
>Ngad_00287                                                                     
RRGCFGRCLFAKAARASEGSSPLHSSSRRGPTPPTVLLTMAGMTFASYLALSISLTAFTVSYAFQSRVQFYPAVIYLVTS
KPSVLVLGNMGLMLTLLVGRTLKTIFFGRLRDVEVELLYDNARYAVTETCLALTIFREELTVRVLTLFTALLFSKSFHWL
CQSRVEYVESDNVSRWTHFRLMALMYTLLVVDVAFVAGCVYFWKGPSVLILFGFEYTILAVSVSSTLLRYCLHLVDMRIE
GNWPQKGSYLFFLEFATEVVRFLSYVVFFSIIFTYYGMPLHIVRDLWMSYVNLKRRLVIFNKYRHLTANMNERFPDATSE
ELSGCEHTCIICRDLMEAGPGAKKLPCSHIFHLDCLRLWLQQQQSCPTCRADIPTNAPTPVRSGPPAAAVVADAGAAVGE
ERERLAEAGDDMAAPSDQAPAGPQETPNASLRGPSHPSSSQWGATNTRGYAGVPTRATRWPASLPDGAPLPSNFPHPPAS
NRGSITNPPASSPHPPVTSNIAGQTAQYPPYPVPTPSLSSTWPYVPQPPPFIPPSALFGMFPTDASALSGDASLLMGNMD
YPAPPFALYRVSSPNGVQVRASPESTSAILRTHRQNETILILERKAAQAGSEVVYRVLGGGFIHDRLESENSRAALEKIL
SPFPFSSGLSPSTPSSLLPFPSPASVTSSTGIGGAGGLSRSLISLRLELNEARAGMDTVVEGLAVLLARQQAEALRLQNV
LAGLEHAHEELAARTATATNGPDKEGADAESKKESGFGMEESKFTGENGADFRAAATAE                     
>Ngad_00757_1                                                                   
MAMQALLHTWGTQTATERQRITDSEGVGSGATQRLKEFVRLQGKGCFYAANTTGYYRGAWTKQVEPPVALEANPGRRLRL
MQAGGSDGLPGVAGRFGGSAEETRRRPATKTGAQVPGGMRLHHTEGRVDVQLFMNPVAGLTDLSLVHGYFKLLDGPFSSE
RDVFAVLKGVYLRRDGRLLLRTVSQKQAGTLGFAYTLPASSAKTFRAQGSDSDKPAGRATRTLGEPSQRLGGGEGVEGNP
GDASDQASPSHMAANADTGLERRIAGVWGDVASYPDVEMRLDAVLREVAASAGTDLEDRAAGREAEEADVFFGMQLQADK
KLDMDGADESEGAEVVGLTVLKGGALLAGMEEKAAPDGGLLETVLIPDRTKERYFRHQTSNGRRCVFTLDARSSPRLNAS
QVMGQTGAQGDASSSSSTAAAESQARLELADGFEGTLTSPECDVALSVSSQAIRLDWTQAYRKAVNYSIIVTLVCVLQIA
LLFRQLYFSRTQAAASRVSLLCIGQQAILDALLCIAHLLLCAVLQPLFAAFASIAFFKLVIFSIFEIRYMFIIHQSRDSQ
SAAATSFNGLRRQLAALHARFYAVLFLLLFLVYFLAQYLEVLVFVLYSFWVPQIVMNASKGLRRPLNRTYVLGMSLARLA
IPLYVYGCPENFIHLIFSGYRPDYRLCFALVVWVGAQVAVLLSQDYLGPQYMIPARFLPPKYNYYRPVPQGRGGRAQGPQ
PTVRAGGLVHTQSSGSSGGCEEIELMDLEEGPGHGGEADGEEGGALECAICFNDVDVTRLGSYMVAPCNHVFDRECLERW
MDIKLECPVCRCSLPHR                                                               
>Ngad_01937                                                                     
MSGMESSDGEEYTYQDESGEEDVGGVESQEEEEEYSYSDGEGGGAPVPLPPPSSSMADGCKVIDADELRATMSALIDDIS
SVLAIHPCAAAALLRHYNWNKESVIDSFCTDPDQAKEKAGIMRFVPDLQTSDKGRLCGICREDVPAEALVALGCGHFFCR
GCFTQYLVSKVEEGMGCPLTRCPEYRCPEMVTENFFRVLVPPATLAAYLRYSLKSFVDICSAFRWCPGRGCDFVAMGNSS
LRACLCKCGMLFCFRCGEEAHVPASCEDMVTWVEKCKNESETANWILANTRKCPKCATRIEKNQGCNHMTCRQCKFEFCW
ICMGPWTEHGANTGGYYKCNKYDPSTPTKDEQDGAKAKAELDRYLHYYQRYDNHHKAQEYATKQEEEIERRMMRLQETDG
SRWIDVQFLKVANEKLVECRRVLKYTYVFGYYLPEGTARKRLFEHHQENLEKFTEHLSWLSEQSLEEFKKEEKRSEVVNY
TRVTETFLKNLLKSVEDGLMDEDGE                                                       
>Ngad_02321                                                                     
GTGVSALGGQGRGAGGAGAALTVDNKDMCAICLMDYVEEEMLRELPCGHRFHVGCVDQWFRSSGSLSCPMCKARVVATSP
SLLPSSSTSTTASDIASPYVPSTGVAAHALSSLLSSLNPFRGQRLQRLASSSSSSTMSADAGARQSNANRSTPGSISPVL



PASASRVGASPGPNGVAAGTNREGEGGTYQPPDDLIPYHDMSVVEMQQPVATTPSVHTPAPVFASPSSSSPRRRNDLPPR
PPMSQPPAAAATVGTRNVEEGREDERVVSPRGASLV                                            
>Ngad_02433                                                                     
MAQLQPPLGRSRRRRPAPGETLVPRGFEQVAHPLFLVRREPPPAEKRPTKMSFAPFEAADEALLLRAPAEGASLRPPERH
QKDAISHQGATSQCYGVSCKSIGSQRGIKRDTGPSDREEKAEDVDTTCAVCLEEYEDPVVVATAHCTHTFCKKCITCWLS
LTRPSAQCPSCPLCKRPVTWLLSLSASSPPVPPFRYVLLAVGPDMELLERQPWPSPALLQASRQKQLDLFEARERRRRGR
EGETGRGEQEKGAKSEKRSYVDAGTGRGVKRRYEPGTNLGRGGNMSESLREELHRVNREIERLRRRM             
>Ngad_03001                                                                     
MLQLEAAASFGSGGDTFYERTAWHWLCLQLVLQLLQAPARCKLWRRLVRVSHAPEADQAAEQIRRLVRSHLWMCSQALGT
LFHVVAAFGPLFLYMLAPASPVRRSVLAACCGNLLVFIVRSALTFLVVHSIMEARNSNEGGDGGREGPRKGLRRGLSRNS
LAKLRRRDSNAEDVMGANHCAICLAFFQEGETLLCLPCHERHVYHTGCIERWLKKNRSCPLCMADITSPALVAALAAVAA
EVNVVKGGGQEQGESGEELAGRQGEGGEAWAGRQGGGIGGHVQEELQA                                
>Ngad_03785                                                                     
MRRTLATLYVAGVVASLGSGRALVVDQPCCSKHLHVPAAFGPNILGLESPLHARELVMVEPEDACSDLFPRRASYQDSFF
SSSSPSSLSAPSLRGKIALIKRNGCNFTEKVWRAQQAEAAGVIVYDSAARERWGTIMSGVEEWTSRITIPSVFVSHSTGL
SLRNAVAQSERQSSGPGFEGAARVRVTLNDTGHVRAKTKQIGPIETLATYVVVSLVLLSFSGCCGLLLALCVTCYQRAFR
HRALRGLKVEKYQRKKVSQQPLLAYNSKDKGSSASTSPSALLSRASPTSLPDRRKGLRGLWGLLSLRRVINKQRSRIPLP
LPAHPRLESLPASGLGKARGGRSPCPLTGDGEAPTACEGVGASKDSWSEEEEQTTCAICLDEYEDGDLLRFLPCQHRYHD
KCILPWLLEKSEACPMCKRPCFSTVPRPGGSERRGRQERAATTVALSSRAHERWEEGGGEGRRRHEREGSAQGPDSATYP
PTLDLCS                                                                         
>Ngad_04011_01                                                                  
MAPGAVHYIPGESCTFTIWPLPGSGSATSPGAGAGNRRSVMIRLQFEYLDLGPGDTLNIYSNGLDGPKILSIAGSGLGIV
NRTITSRSSSVVLRLHAEGPVGGTGFRVYWRVIESSPLDIYLISAIIAKVLNGDLSGVDAPDDHGSRSMIGAMESLGRQD
MAKRSSDSTPISTHEHIPTYANATYPVTSILTCILCSCCCNNCVAMFSGAGGGRRGGRLLWAWGGANASAPAARALSPQE
KARLPIAPYDPGESNLYNFRECCICLTDFERTDLVRKLPCGHVYHSECVDCWFSVNSVCPLCKSDVRDKLGVGAEGAGMV
PFWRMRAALHLIQRRLLWPAGHLLHLHRPPPHGSALSFPGNREAEGGRGSGSGRRWLSSRGWLGGDRGVLSIDWQPRAPT
AEREGEERWPRWDQGGEQNVRGEEVVVFEFAPGGAERGGRAVEEGGRGEEGGHGWGVNEGNRGGDTAGVDLERGDVDNRA
GGGREGEEDGRGREETGLRVPQ                                                          
>Ngad_05411                                                                     
MSSIQGKRCDDCNQTYDTRDRLCPICGAAFPNPVAPASAHAPLLRLQSEQANEPSSSHAFQGEITTHLAERLRILLLQGG
WIGESDAFGGDIDLERLLSRGDGLGGGNGLSDEDIDRLPRSQLHSTSSMLISVTLTLESDEVESDITMECIPGSFSPIPP
DGALIDLVPTVPLTADALPLRHRSTYRDKVLVMQRGKQTFGAMLRAAREVEARGVVVVNSLPLWPYLMRDGRGEARLVEH
LSARGGEQKAASCFIVMVSQGHGQELLRRLDAGRATEETPGKPLAARLAASRVERECLICICSFAEGETILRLPCQHSYH
ADCARKWLALQKTCPACRTQIKTRRSS                                                     
>Ngad_05432                                                                     
MTSMPSRISTALLSTPVKLPHTQSCGTGEEGGGFSTPDAPTAGARHSTGSSLLLHHHRRRNLTPQDGTDHDDSLESHAQH
QTEGHDPDLDCPICMSPLALRSVYKTRCSHHFHKSCLVESRAAHNIGCPYCRGHITPGLTPFDACAGRVGNDRDQIVNRA
RAARQAVLARIQQRQGERRGRGGVSDRRWTLSVLREGDGSDVGALGGLNEAFERVAAISGEREPRRVVMAGSTEDLGHRI
DHDDDLP                                                                         
>Ngad_06108                                                                     
TGVSVVAEIMGNRNTYPAEHHSSTRSTRSASPSSTAAESQGSGRRSSGERPNGNFLYQSTSAAGTSSPSHQTMCPQCQRV
LLIPPNAPLFRCPCGVLFRTETLDPHRSFERPTSGLLGATGLMGRSVICRRCRRLSMLPQDGSSDGIAICPCGSPALPLN
DMVMSLLAEGELGLLGRGRHGRRRALFRQGDVEGASEDLIDLLPTCTFSAEAAARAATARLGGKSPAPSGVQASVLDEGA
GKNCCGERKKTCHVPPEDFHMLKAGSIKAAEVPGSTPPLKKVDSHDDDVSCRICLEDYAEGDRLRVLPCFHRFHAECSSD
WLKRRKTCPLCTTCIDVIMRRPEDWSEEGVSG                                                
>Ngad_06528                                                                     
MAAATESLFLVASNIHFSDDMSLPRFGTSTRLLAATCSCSSTPCAAHAATSVDQAASVEDGDALEPQDDVFYLSRLNDPT
TYFFQWICKRYGLTVKAEPHSCPICLETSENSIQLSCGHTFCRQCLKAAAEQKMSSCALCRKSHTLDPDVLRQQFQTQRF
ANMSWRLGNTRATRVFSKPSWEALFCAGSGGAGNAGKCDVGDRASSPSCEAGEAPTGGGGSVGVTKGKGGKETGRGYVGP
DIGGLPHRLLMRRAAKSVRRAFVSPDPDVGGSTRAELQRRWSMLMGGKATDSKQWKGGVAVLTEEAGAESVAGLTRRWGR
GREGQGGQTEGMGSRWSDLIRQGRGKEGGVGGEEQAALTAWWREARGQESAEVGAAKVPTLAAAWSLLVPETPGSLAPWA
VPTTDCGGLSVAALKARAQRLFLPPVLDATSDAGVGALAREEMQARWDACFLSSRATLPCLNAGGSDVEELAHRWGKLMG
VDVGEEVGGKPWAALAARWEERSVVGADREGGDVGGLDSKTLKTQWATTNVGGKVRLTEEAGACGTEVLEGRWGMGREGN
KHG                                                                             
>Ngad_31199                                                                     
GGGGGGFGFIPGLGAHGVPFPGMSHPFGIPVPREPSERGPERPLQERPPPPASARTLNRMPDVVVTPTDLLLPKNKDGCS
ICLDDFRVGAKAVKLPCQHLFHRPCILDWLQRQCTCPICRYELETDDREYEKGRKARLGSRKVFVRSQELAVMSS     
>Ngad_20036                                                                     
RENNRCYIKIMAPETNPEPGRTELTNGTEARRSEGHAAPSSPVQSSISSSRDPHPVLRPRAGFGNGIPHVSQRLVAGMPS
FPGSPVSPSLVVTGHEDFRVQGHDNNALVHDEVMAPLSQVVLPFHGTQERGQEVVFSSHAAGHPVASEHTPAQDDAGVEN
KEDGEKQNKKEGEVQTSNWSGIRRDAGSSETNGRRGVGIGAEEEEEEEEDEEEDEDDDGEDEQDEEDEEEEEEEEEEEDA
NEADDEEEDEEVVGEDEGNEEEEDEADGGKEEIGRRHERENISSVQGTRAVVPVFRERHGGGRGALSGASVSHALPLAGG



VLRMRRSRGVSSIQAANGSRVRPPSAGSVRASPAGSRLEPPAPFASAGPSPSPRTCAEVSGEQAGRDAWVCPVCLQHFDE
PCRLPRCTHTFCKTCIQGIIRNLVAAHHQQQQHQQLSPPAPHCPLCRLKFTPAEVQPDQALSQEMSAARVRCGNARCERL
MTPLESKRHQDECPYGVAPCPHQHHGCGFQTLRRDLGAHLSMCPYEQIKGLFPKIRQSNEHVTAAMRGWENAFVSQQQTL
ATHAASLRNLEHRSSFPLSRHLQLVTLLLWEPYLWLQQAERWSRSFSLRLFAMQLYASPLVLILLKVAARSSPDMPREPG
HESRRWFFPPATHYPAPIVGANCCPSSPCLGPPSSSASSLSFLTPWPAESAKEGDGQPQVCSLGMAPELAWFVLILVVAV
VLVEGLQDAPPVLSTELCIPLRPASWRAFFPGLPFPSNRRRTSSYDPSSPAPPSVPPSQATPPAPRSDRTPQTHTGTPPA
STGPHSSPFIPLVLSVPIRYGEWLLQL                                                     
>Aano_F0YAC4                                                                    
MSDDEPDVAAEWTCAICQDVLLAPVVTPCGHAFDERCLLSWTKDHGTCPVCRSEIPRAGYAVCGALRAAVERCAGDAVSR
RRAFRAGAEDFVTLARSTAPETPRKLRAEALRTPRLVAERRESDGATALIAAARAGAADNVAQLLRLGAAVGARDGAGRD
ALASAGSAAVVAVLYDRYDDAARRAAVAAVVARVARRHDLAVEALAALLERGAPIPTTAFASRAVLLDVDLTAAFLARLA
WRGDGAEGAGFYDAREPGRRHGDAVLVTAVQEGASAEVVRALLDAGADPRGRDDEGVPPLFAAATSGCERKLRAILDAAA
PLSSDDVNGLHWNQDTERVESALAAAVAADDVPGEAPTVELLLQSGLCDLDVEDDDGDTPLLRAAALKRVGAVEALLAAQ
RFANLDKASSGDGSTPLIRALLPRDGDSDDDGDDDAAEAIVKALLEAGADPNLHRSSDLAYPTVLAVAHRADAPAILEAL
LEHGARPDAPSGHLLADNPERGRGFLFGERSQSDPYAGKDRYYQPLELAVRHEKWSSAAALLRAQHRERAARAESAAEEG
HRFFYEARDALDTALELASSTSVTLAFAQQIVEFCLEHEPAALELPRPFRRWYSRESALHAAAAAGAAQICGLLLRADDG
RWREARDTISASRDVPATPLMLAIIDESRLSAAELAAARGFGDVVETMVARAPEARAAALVVAAARGQAAVVAKLDVGTR
AGWDRPLSPQDAGAWHDPLAAAAPDRRAATWYDPRRLDGPTRLLVAAVVGGDVAVLRTLLDAGLRAGPVRPPPERAGPSA
VVEAPPPKRRRAAAAAAELASPGPGPRLAMLATLLGHHDCLRELLARDWCATGVAPDAPRRPDGAPGFGPLHAAALLDDA
RAADALLSAEGARAAEACDARDAKGLTPLHYAAIGGFEFVADECGGADSLRPLECYDQVFAWTALPGDDDECDVANYGSV
APRREDGASSLPVLRRILDAGASPALVVSPVNGGRKWDDTSMLGLTPLELAVYGRRAALVEPLLAAAASATRRRARPPAA
LTRAVRAVRRERGGGDESGATGALELIRAQLASSTALTLEPLRSLTYRNSLGSWKGE                       
>Aano_F0YHR7                                                                    
MLQQRDAHALQQRDARALQRNDAQALDAALQQQQRAPLQPRNASDTTPQASPRAEKAYATPIQYVPPPAPAGAAASSPSS
ANTTPATVYCPTPGATPAAASPRPSPRRFFGSPRPAPPVYRQSPRSSRAFASPRPEPPAPPSPARRSPRASRSYESFRPA
PLTPVRSHALTTPQTTPMGVGGVGARLTTPVEADTCSICLEALDATGKTLHTIRKCGHRFHLDCISRAVGAKCTTCPLCR
SLISPGLTPCHNRFGFAPARGYSPLDLRSDIRGAAQRARDAMRARMAALEAAREEEPPTPATPPLRFTLTDDDPVF    
>Aano_F0Y8P7                                                                    
DKCAICRNSLNEPSFEYEANPSPINENGLSIAFGCCGHARPPGLSFRLPSRARVTHQRSAQVFHLDCIQRWLKTRSVCPL
CNKEWEFAK                                                                       
>Aano_F0YRM6                                                                    
MVALWREVETGARYTQTTAMDKYPKLNTKSFKGLSSEIAKKPQTGNQGARDVKTYLAADVDALVARHAAPEPETVDPRWR
EVETGARYTATTAMKRYPQLNWHCFADLPFEIARQPKISKSQPRDVKTYLAADIDALVARLAAAEPEPVHPLWLEVEAGR
RYDRKTAMKRYPQLTDYFFRDLPFEIARRPTIGKATACDIKTYAAADVEALAAARANKRARVQEPEPPQEPEPEEEEPEE
CPVCLDPMTGATATLVCGHLFHKDCITDWASSQTLCPMCRETLQFAP                                 
>Aano_F0Y9A9                                                                    
MSLRCLGRALKYVKSVEWAVTSTGGAAIAALQVVHHKHCPDPNCENEGHCHIRVRRVDGTSGAEWVRANGTLDQCRESIG
RCFKGVPIDVFDEIFEADERGLSRECLDLVEAAAAARHGAVVGECAICMEDLDGMQVVGGFAKLRVSVLPCGHAFHLSCY
KQWARKHTTCPASSSSSSIAMAGILVVGLGPCGLAAVKECAANGLDVVGVDAAAEIGGVFRAHDDGCYEGLHLTTSNVMM
AFGDFPPNDGWIKYSTKDEYAAYLKRYVDTFDLAKRLELRTRVIRASRDNGAWKVVTLYNNFDVTRDFAGLVVATGANAT
PKMPTCFAGFQGNITHSKDYKERSRFAGARVLVVGAGESASDVAAEIARVAEATTIWSRRPVVFAPRFPELNLTDPNHDE
YATLLDSKALRVNDFLEWATTARVGSFWPVWAYGGARQLFWRLLRSDGRAPAQAREMARGALLATNGHGVRAFWQADQSQ
WVTKNARVCKAIAEGSVRHVVAESVASCSGSEVTFSTGERVAADAIVCCTGYGLDFSWIAADLGCDAARPRELYKHCFPP
NFKDAPVAFLGLARGHQGGIPQCGELQARYAALLFAGKAALPEDFRARAAAEGAAEREYYGRSPNLEVLVDLPSYMESVA
RLIGCEPRVPWWRPALCVKFLFYPAWPCWYRLRGPGADEAAAMAVLDAFPLAKSLKFTPFLPLFPVFWGFQRGVNVAAFP
FVRGTPGPLRPGWLGATSKHFVLHGNALRFVDLVMP                                            
>Aano_F0Y5N6                                                                    
MRVTVIPEDDALTPVQFSFNAKWQLKQVAAVAEAFRKKQGLALPVVLLRITTRRPVDLNATVNEALCEGEHLLAVVPSIP
GAAPARAAAATKKKKKTKAEAVAPPPPPETRPPADVPAAHDETPAAPTAAAEAAPTAAAEAAPTAAAEAAPTASAASEAA
SSSKPKATAAPKSKSKPAKSPKPAAAKPPKPEPAASPKPAPAPKPAAPAPGPAAAAAPAPSARALADEGVRRFARKDYAG
AVASLGAALAAGAAGAARLECLVNRAACHAKLRRWADVVADCGAVIAAGEAGGGAPRPSELKCLLWRGAAACELGDFARA
RRDGEAALRLSYGESEAAARLLERVAAADPAACVCACGATFGSHALLFRHALERRHDVFVCDECGDTFRTVGDLEAHARA
EGHELLDPRDAAMGPEGYDVGRPLVCPVCGAEFDDERDALAHVEATGHGADDFFGAFAGGPLDGFPGGFAPGFDDRFPPG
FDDEPPEGAFDPFDADAWRGGGDGDLRCPRCAWAAPNLAELDVHCERLGHAPHACPYCALRFDSRAELEDHCGGPCGAAL
AAGDRRPPPHACDCGRAFCSAAALRDHRREESGGGDEPWYCPTCDRPFSSEAALLEHCGGESPEPGAEPKFCSCGVAFCS
DAALEKHQADTGHRAADGAAPASPAALRRLKDDHVKATERRARPGETCSICMEPLHAKVEVQALPNCVHLFHPKCAARWF
KRAAACPVCRATVEPPAPEPEPERVYPRAPDMPPLRLYPEPAEPSDRDLIDAQDAAFDTALAADRDAAAAETPADDAGSA
AETAAADDAGSAAAAPPPTKDELRERRLKFFGVAAHILVFFLAIGAGRYARLREASAPPLLDGEEFVQALLETPQQLLLV
ATRLQVDRFPRGDADDARRTLGGALDVDEALAASPTLAALWRSREMPDAGAFRDGAAATARAVVDEYFVDLVAKSAFDGA
TATAALGYAAWLGLPRACAALVARGGDVGFAGGLGRSPLHVAAARGHGDALAALLRAARRAGAEGPRRWRDALGLSPKAL
AAKAARGDGDCAVDVVDVDRFPGSLEPYVLRGAPVLVRGLGRNWTARQLWDPAVLATRDDVDVQPHPIPHGESFGVAAPP
APATLGAYVRSWARDPPPSAGGRAGPDDVADLPAYVFAAGAAAAPLFEGADALGELRKLLAPSAAVDALLDGLPGRLHGA



HGGSDQFYCGPAGSGAPLHYHEHAVNFLAHGSKTWWLLPPADAVYSVAHPATWRAPPAGALACVQRAGDVLFAPANWAHA
VRNDEPAVGVAVEFPDVFMIHHMNAHMLGYDVAGDRGVGGDDDDRGDGDGDQQGGGDDDPGAALLAEMIPA         
>Aano_F0Y5Q4                                                                    
MASSETLLGVFPACDFEIARVVARAIAVATVSAGETEKGEQFLRLARRVFEEAAERGEPWMASPVGRAAERSVKHMLWRV
GSAEPERAEGATQEPRSGREFDTPKPRRALQQSADTPPQKPRRALRYIENTPLERALRAGKQPARKPPPPRRAALPKEAV
VPAAGFMTLEDAAAFSAAGRGTAVAFDVAARRELQGAHGGFEPRRGDDGDCSICLEKLADGDDVTTVLRCGHSFHAGCLD
AWLRRKFSCPLCKSRARRRSRVSDALLASPRRPLVREALRDVRGGRGATWTLARDAHATTHCARVATGLSTQAVAAGPVL
VAGPGLRRRALAAFGAAGRVLEDLDFECGRVVDTTAFAAPLRCSLVGSAPVQPGDRRSWVVEVVEPCPGRSYLAVGLGLD
GTRRLESFAVVGRRDGACRRGSVLRQTAWLFRVGERPTLCRERGPASFSSSGAFKFAESREERSARPLAAGDQVRVFVDS
SPGAELLRVQHLPRGVDAFSEAALAFPVLEVLLRASDPNFGYDGSSLLRPVVECRNGQQKVAGDDAPRAAARPFGGWLLR
VAPTSSVPPQLFDPARAGARVLPFHDDD                                                    
>Aano_F0YIL9                                                                    
MSQFSVQGFGLKAHAKQLQPARFPLGGDQSSSAARPALKRPKLVHNQQPSGAAPRAAEGDDDDASDAPEDEPLEETLARL
ALPDAARLAGRYAIPHLYAWQRAALFSDPATLEGGSLVYAAPASGGKTTVAELLIAKALWRRRKRRVALYVVPLKSLVEE
KVGQFAKLWSGDGSYGWRVRACHGDAEESRRARERGGRKKPRPPALVDDGDTDVAVLTWESASAFLDALFERGGAALVRE
RLACVVVDEVHLMSESQRGAVLESLLVKLLLARPAADGRRGDPQVVAMTATASNLPELAAWLRASLFRTSYRPTTLDVFV
ASPPLYAPGGECRELIREPWTPTLRRWDGAQLADVAAGWAVEARMVDERRFANTDEALGAELCLAARGFVLAFAKTRRDA
QDFAEKLAKWAPPPPAENYKPLRAAAAALSRVAPPGSRVSKTLRACVRRGVAFHHAELTSLERDVVEGAIRDRLLRCCVA
TTTLSVGVNTPAARVVVLQLSAWCKAAELRQMCGRAGRKGFGDRGEAFVVCGVKASADRCAGLLAEDYAAIKSALAGDAS
LAPREADERRRVREKHYLDLVCSGAAKEGAAADVAFGFGADVLEAATLATLADLRFLRAAAGGGHEATPLGRAAHAAGLA
PRDAREALGALACRRGIDYNGELHRCYLIAPLGRDVLASRADWAAFHDVLKRDAAAVDALEAVVGGSLAYVRRRAKLAAD
AAHAHADTVALAAALAPASCHRVHERFCLALLLLDRVGQGRKRVIQRVGSELPGRPFAERMGAACGGTNREDHVAPPKVS
PGDVESYLADAAGLCRRLKTFCEGLHWDQQAFAVASMREKLARGAPDELMALMRASPRVNPTAARRLYDGGFDGAADLAA
ADAGAVAEILCRGAAFEEGADADDAARGLASAIVADARAAVAAEARADDASDDDGDGGDSDEDSLPDPDLVVASEDDESM
VQSSQAWEPPVEHSTVLTAFPHRPPGWPLLTPTRRDTKRTKGKTKGRTLRFASPGAHDDAPRRSATRGARRTKDFSRRRA
LAAPPNLSLRTLSTCAPSVLALEMRRARAPVLADDGDFAKLVGREGGACVDAHRRRVGGLPCDVAVWQHAHHVVVELVDV
SAEGHHRPSLEALHAADAGAETTFAERGSAYHAVGVDLSFHDVGKACMRPADVAKLYGAVVDAVAFEGDARAGPASRRRA
VKAVALDPASSRRPRRRETRFGYRMDAVGGALWRSWLVSRWWRGPQPFWHAREVVVVALDERRREVMLVVAATLTARRGF
WLALRLRVVAVADGGDDDGGPLLAGRTVFTAERPWLAEGAEPAASSPRLSASLVVPLAAPWDARRAAPAPADDAAEGAAA
AGAPCHGACVALVRALSLTLSPRGQRSLDGDDAPRGADFDLRAALPQPLDARATASSVRAAAALAGAQARARGAAARVAY
GAARRARRVLRVFHRQFLDAGRPSRSLLRARHAFLRVATEKRAALTALHAADAGAETTFAERGSAYHAVGVDLSFHDVGK
ACMRPADVAKLYGAVVDAVAFEGDARAGPASRRRAVKAVALDPASSRRPRRRETRFGYRMDAVGGQGRKRVGGALWRSWL
VSRWWRGPQPFWHAREVVVVALDERRREVMLVVAATLTARRGFWLALRLRVVAVADGGDDDGGPLLAGRTVFTAERPWLA
EGAEPAASSPRLSASLVVPLAAPWDARRAAPAPADDAAEGAAAAGAPCHGACVALDAVAAAPEPVVAEEVPEGGITTAAA
VAEEVPEGGIPTAAATVVCGVADDRGAAAAAASLRPPCACGCGAPGRLRCGRCKVACYASRACQARDAARHRFGCHEVAA
ELAYARALDAQEADPRASAALCREAAALAGKAAPNARAGLAGKAWLAAGRAHQLTQEFEKAREAYAACVRAAPGPGLEVD
ALVGEATIARRLQGAVASLPKFEACVARAAAAVAGGADSHRLLAAQASAWVNFATTILQTSTDDASLARAVDLLERSVDQ
RTRIIVEAGPSREARRQLGLSYANLGLARIRADRNSEGRQYLEAAHKIAVDTRDAFLERMIRANANNNPEIGLRVDDLPG
GRAADPRSDALCAICLDELAGKVVYETACAHAFCKGCIQSWIAHAPGAPTCPTCKAHLNIPRGSFHAYCVDHELVEHNSY
YATPATACARRKPTTGIYSLLPTGAPWQPWAADDLGLFTLVTTHDGRRFAGALGSWVELPWGARSLAVCFDVLGDVCRIL
AAMAGAAVLGGIAMGVLTVLKKVVKLVTMLVGACAAVIAMERYADTSRTSSVVAGVIVAAVVVLRGAKAKAAAKAAAKAR
AHASGLLAQRDRDYVASLSAPAPASTPAKVTPTAARGKDA                                        
>Aano_F0YAH9                                                                    
MPLTPHEGSPDFQGGTPADELFADGSPPAGGDGAPPPAKKHRPERHGKWTPPEEAYASLVIDHFINGKAPGCAGGESLRA
LLAGLLRCTPMRITKKFSRTRAMGKNKSFRKTSELTAYERFELDAARATFLKMGGRKESRKRPRSDADAARHDWLTSGWQ
FEDHSLHGGAPDLGLQWRRREQVAAPPAASVAPADGEDAPSQVVAPPAAPAAPADGEDADAPSPPPPPVAPADGEDAPSP
PPPPAAPADGEDAPSPPRPAAPADGEDAPSPPPPPAAPVASWGAERLPGCTECSFVETLIADAELGRFDLVRVAVEDAEG
GCYRGVLPMAGTFTDGRALPVKSARTPIKTLRAALLPGWYVLYGKHPAALRGVDPEDEADVGGLAACKWTSASGNQARDV
KILGVEKRYFEAAASHLVRGGFRARGAVFARVEAEAARLWCGGGPIVMILVDLGDGATALDCGHRIHASCLEEYSKNAWA
DGTAATRTRRGTRLTCPCCRAPSLVADPVFRVGDEVEAKWGGSWCPGVVDEVLSEGGYEVLWDDTGQCNPIPARDVRARA
>Aano_F0Y7A0                                                                    
MGGLLCRASSPEPLVQAAKTALWVQLFAELVCAVLAVVWCARWPNRRERGGLAQAAASLVASTTAFSVAVCGRSLSAARP
SGARPAAVSAALAVITGSVAAAALREARAGQGDRATGTLLRIALLLQLGLLLARATCCDILSKLDDPPERVFSDFAAVEV
APRRVQPAPAPPRRTAKPPPREATEECVICLQRVSGAAARLPCAHVFHAACIEEWLRTSRGAAKCPICRTAVSSDDSPPG
SAG                                                                             
>Aano_F0Y658                                                                    
CCVCLEPHEVGSVAARLPCGHLFHEQCVTEWLTRHCSCPVCRFELATDDAAFE                           
>Aano_F0Y278                                                                    
MEASAPAAPPAAPAPVPAADDEGDVCGICLDELDDDGERGRPEGCDGHFFHADCLLEWAARCALCPLCKAPFGAVRHGDG
RVSRVKTQDEDEEEEEEEDFCAVCRGGGELLICDGGGPGCAGFAHVGCAGLFEVPEGDWFCGNCAAERSAASRAARHGRH
ADRVAAAAARETTRGDGDRAAPRPRTTGARATSRRRARVARGAARDARRAWAPVPEEDAPRPWAASAAPVDFLELARGYL
GGAARAPPARPAQRYARSLAAPRGAAPEAPDARRPSVYAVAAALARDGAAAAPSGRAADGTKGRQIDLPTPMSLRNNHNA



VALDYLIYVG                                                                      
>Aano_F0Y0U2                                                                    
MDEAAAAYRRFQEEEHTRRVLAQISERPCGMTRTRTFEEARERWRAADGRRARAQCARWDDAEERSQNRHVLSLSRIRRE
EVALMREETRARDAHRDQVREWQEQARERDERRKARAREIEAGLSQIREATRWSIRRATEAPPRNPRPPADEECAICLSR
LPDDALETPCGHSFCATCLEASVKTSPSCPLCRATLHRAYVEAQGWAYPADDPAPRSLPAVVDNPPPRRAPNIVRVGAAR
GPASTTFYALPDSRCAARVAGLLREVVFEREDGTVEARADPPYEVNVGPGDVAVVVGLHLAEGGDPIFVPLRSTSAAVVV
ELADGGRQETTMQGQLRHIGDLARAQQAAGSHIEGLRDRVSTIRSQADVLRDKLRDLRRSHENARREMTRLGAAHEAARE
AAAPRPGASPPCPRPADAPWTAPCTTWTRAPEP                                               
>Aano_F0YF03                                                                    
MANGGGGGGLFGGGGGGPFEPAAAPPQQQASSHPANSAAAAVDEHRGAPPIAERALGELPLVKITEEDLIQDGNDECCVC
LDPQRVGDVATKLPCGHLYHSDCVVSWLRRHGTCPNCRYELESSDARFE                               
>Aano_F0YM05                                                                    
MVRGLTLALALAATDGFAPATKSIQRVAPVNMETLSTSTGTASMPMGAPKNAPGAESTILVQGGSLRTWSYRSPLVDQVQ
VVLSTEGRPLDADLELWHGPDNTPCKMRVYVENGQLRPFSAVIATPRGPNTVAIRNIGQLEFPIAADVYANDVENPSAET
VSSATTIQGGALRTYPFDPLVNSVEVLLRTDGRPLNARIELLQGPNNNKQVIELYTEDGLDRPFFAILETPGSGNVVRIV
NTAPVEFPMTAAVVPHSIDDKMASGAFDGDVVIGGDIGCDYDVEDDEEPSSAESDDSYDPEMPSTPKARRRPAAPPPRPR
KKRRRRRAVAAASSSSDSDDGGPRTLYCALCRRDVHEDSFSAAVKRGDYGKHMTEPFCLAHSAGDQRRYALRPAREDTSD
SDDDGDSDGDGVSRGLAGGRLAANLLARHGLESDEDVVMADGDDDALDRAAQESEIPNFKGSDLGHFPLALDRAETILET
GRGRLRGANRRLRFDDDDDDEEEEEAAAPEAPEPDDDDDDGGGDECAICFEAITARDGFTTACAHQFHASCVAAMRAAAA
GGASRCPMCRAAFPAVVSDALDRGAAGAAAAAETRGLRAGDGVQVRWEVEGPGGAATLEWYDATLVRHLGAHGHVGLAVA
EVPERFLSARGFVLAYKDEPGERHVMLASDGLLFDAAEGLSMHWRATPRPRRRRRIVADDDDDDGAFMARTAPPVAKTTE
TSPASLLDDATMHLRLILVVTALLGILVERLHTSVDGKLLKPAKKLFFLAGVLALGLRATGVALEGDVALLGAAALLAVA
VAVEASCARRDDRALDALASRLVRGDARMFHAFAAAATSTRRINRTVAGATKASWRDAAEYCAEYAAVREEFLARHDLPA
TFEFHAYLAKALRASAASLLAPRAESLLAVAVAMRWFGDGGFPSFLLVVGLVLRALVVNTTRDVLFRATTPVDGPPGTLG
AALEAARARAAGGRPASKSVRAVLGDDQPRLVGGLVNAYVLLACAFAATTVTVAAAGALALAASLVAESAFLSATADADA
ALVDGELEALLAKEHAARSLAASVRRAVADRGVASLSQLEGAWDSFAGDGDGALSPGDAARFFLWLHGHRVPRARLAALL
DRVAAFDDLAALLEPDAPLPRLAVAAERPVAWWLESPRDAVGRVAEGTTCIPTFLAAISPAKTPRSEAPGPSPAKSDESA
ESTALPTRAEPDAE                                                                  
>Aano_F0YDK4                                                                    
YRKPAEPTGEEDNECCICLDEFEDEERIKKLRCGHLFHLNCIKKWLLADMRCPTCRQPVADAAPG               
>Aano_F0Y789                                                                    
MAATGGGTFAATRPTTLKRSAGRPATTATLRRPLAAAALQRPSTSWQTRVAQREAHLAASTPRWANRDRAAEEPARRPLA
DRGNREPRGPRAYPAKRAPPPPPDFPDGWSRRGRGTLERVRGGEYVFEGRSAESPCLARAPPPRTPRGEAYEVSAKFKPA
RHVGDHLHVCQSFFLAFEIVGDAWLAAGVSRGNVVVDSFPGGRRLAEARAPAASRPWREVAVAVRGRDVAVALDGVELLR
VSTDRPRDAAAGHGVMVYKARCFVKDVDRERRAVAARPPPARARDRFPRFRGRGDVVVRAANRTDVGRFCRACAGGLALG
GDVCVWRRGLAVHRYHVACAEAEGDEAEPAPTSTDDARPWRGTAVAEPDDPSKLSPPVPAPRLAALERSICAPGTFDGAD
DCDICLAPLASKPVVRVPCQGGHVFHLGCLRPWLAKCSLCPRCRGGLKFPKTAGGPDAAAKQHAAVDAAVFLGAGARADE
RARIARRHADAAERRIAEAAAAAATEAAAARRKDDDGDAPGDELRPPSPPGVVAGMMTCVGGLPAC              
>Aano_F0YGH6                                                                    
MACALNMSLPVNASCAGGATAFACTCDAAAFCCDDDDDCACLGRDGGDELFSFSWPLVAGWYAMLVVLFCVGRRGRFAAR
LCGRRAAAPAAAAPAAAPAAAPAPPPSVRTRRLAEGDERGDACTICLGALKAGDAVAMLPRPPGPRKGDARCPHVYHEEC
LRTWLKRKASCPLCARPIVDDVEAPDDAREGGCDAARDVFSTMRALRVAALLGVARAYICPVKNSVPHEASGDSSPDDWY
DADKEAEDESDGSVDVIAISEVASKLRLTVFLNDGSPSAPSFVGTTIRDGTICDDYSSVAVLDADGDGDLDILVGCVEHV
VLYTQEAGGVAERFTKSEPFEFGWAFDGAAGVALAVGVADVAGAPGVDQVVVVTGGPPPESGNGAGSLGLHCQNVDAPDH
TPVDNWVTVDLPTDYATVDVALVDVDGDGHVDVAHGHADGVEFFSMDDPTANQKFRAWSRRHALAVADFQGFAFGDVDGD
GWPDMATATSTGIVSWRAAYGARDTIEWEAGSDAGFGTSVSMSADGATVAVGARGHGFVQVLDWDPDADEGAGSYVLRGD
PGDSTIVDPTCDVSPCVDGGGFGSVVSLSDDGLTVAVSEPSYDRLCPTPLSCPEGQSTANESGAVHVFEWKSGEWQQKGD
RIYGEDAYGDFGTALALSGDATVLAIGAPRAPAQSSDGFVHVYAWDGAAWTKRGDDVFELKPAQGKFGSSVALSRDGAVV
AVGSSNHGATAGVAHVFEWDGAAWAQRGQALDGEAGDEAGHSVALSAAGDVVAVGSPSSDDVADATVEDVGRVRVWAFDA
DTDEWVRRGADVDGRAEENFKAGASVALSADGAALAVGAIGNDIASANPGCVGVFVWDGAAWAQRGTWDDAAARDDARGG
DTVALSADGGVVALGAPEDTGGSPTGAPTGAVHIYARGLPYAAERSQQLTTDNRHQVHLADLDGDADLDVVAIHRDRSSV
VEHENLGPGRGEATFATNTGPIWSDKLDSSVRSVAVADLDGDGDVDIVVGADAYLPRHTHKYVDWLENPCAANPTAAPTA
APTAAPTAALVCADGERRFLNTHAAFADEADAAPALIEVSGTGHDAIDGRYFRNRDDGFGGDSCDLLSGLRWDHEFTAGV
RIQRADADKYYIDEAGLGIFYEAQGSTCDPSALAWTAKAGDLHAPWNGYGWVPEVPDVTAFRKRARASFADATASNAAAA
WQTIERVASETVYEYLEYPGVGLGMGWCESGYVFGESSGRADYEGPKPIPLVYCKALCDAAPNCAGFDWSTHGWECRGYG
AVEPEAGGGCYPNSGYNVYVRYAAAEDVAAVSLYLAGSGTARLDVYDADDVDDGRAASADPAVRFAGLTSVAASAATAFD
SGATTAFSEVRFADFSPPLSFSDARTEFYVWLRAVGDDLDASARRGGADALGGAGAAEGVAGRLDHAVYVGDAGWTCLPC
PDGAFTDPDDAGACARHDPTPAPTLAPTAAPSTAAPHALAPTAAPTGEVAPTPSPTAAPTAAPTAAPTAAPTAAAAPVTF
APSPTVACGPHQRRATNAGAGLCEDCGAGLTYVQGCRATTLEAAWVHADGEATGEAERRCAPSGGGCALAVVYDGRAEDC
ASFRVSASWAADVGDGAGAGGGARRLTEGVYAIGAAREAWPDYVAGGFDDVHGAAAGDHGGSDDNSGWLALSADGATMAV
GATRAVTVLASGDVQAGHVRVFRGTPWTQLGATLDAANVDIGAGARFGASVALSADGAVLAVGAPDSGAGGAVFVFEYDA
SVAGGWVAVDASPDFQDFQAGASFGHSVSLSADGAVLAVGAPFFDDGEINRGQVSVWERQADGAYFSVWAQRGGDVDGED



GEGALGWSVALSAAGDVVAAGAPGDANDKVGHVYAWEWRGRWVPRRTAGLERVGGEEVNVGRAIALSANGAVLALGSYRN
DGSSGGDCCDRGVVRVYEWRGDAAGCAQIGDDRDPPCWALRGDAIDGAAPYDNFGRSVALSADGLVVAGGAPGHDTGGFR
VPASFTDNPELVGEYRLFPYSFDKTGAVVSDPLVGLYERSEDDGSEVRVYVAALFTNDGWDMWSVQKRTFAGADYADALA
LHNAGTGHVDYSSGYDFTASPWQPIGTASHPMEAMRAYQAFADGRRHPAQMQADNSPTETTPAADAAGHARVLAWDGAAW
RPRGADVDGTRASPDGARDGLGVAVALSGDGAVVAAGAATDEDQTARGYVATRAWTASSDPPVASVDLTDGRTLAADGAN
HVYDVVVSCVGSDGGTTSPEAPKLTLEIVGYPTAAPTGAPTGALTAAPAAAPTAAPTANPTPNPTANPTAAPTGAPTAAP
TGTPTAAPTAAPTGTPTTPAPTSRLVCGPHQRVEVPVVGTNACVDCPAGETNDPQDDSACRDASWTIESVNDATTAPYEC
PHAGPCAILVAYAGRFSECFGIELTAQVQDCVQDCDDVRELAPPADPEDGFALTVQLIDEDWSPALHPSMVVERVAVTVR
CTNDAPTAASSATVTVVVVDIPTPAPTAAPTAAQTAAPTAAPSAAPTPALVCADGERRFLNAVPGFAESPALLVVAGTGR
ADVDGRYFAVVEEAERVVGDGACNVENGLSYVHEFEQSTLRRSDAGSWAILALVQDSLTTVYTDAGGETSVCDPEGFSWT
EFHESVLDNPTVTAFDGEPGWQCLDCPAGTSTDPDDADKCLRPDPTAAPTTSPTAAPTGTPTQAPTVTPGEPTLAPATPA
PTAAPTAAPTGTPTTSPTAAPTGTPTQAPTVTPGEPTLAPATPAPTAAPTAAPTGTPTTSPTAAPTGTPTQAPTVTPGEP
TLAPATPAPTAAPTAAPTGTPTTSPTAAPTGTPTQAPTVTPGEPTLAPATPAPTAAPSVTPTPAPSVTPTPAPSVSPTPA
PTVTPGSPTLAPATPAPTAAPTAAPTLAPSVAPTAAPTGTPTPAPSVATFGGATDRAGLAAAFACGDVLVVDGLGEGATC
YFEDAYTLRVVPGAASAAAPGGRAWLRPEPRPRGVRAFPGPACWAAAAGGEATAVVVAAPRDAVEPAVALAAPAAVAACG
AVAVDILASTGDGGRPWADVVWTVPAGAVLADGARGAPSATLADVSAFAGGELAVSVEATNFLGGADAASATIAVRAAAV
PDVVVPGDFSAERRGDVVELVAEAVASACPGEAPDSARLVYAWASTAGGEQLSEPNKFRLPAHATAAAFVDVEVTVTDRL
GRENAASARVTYAPSPLEAAIAGADRRSVAVGAVAELDGAGSRDPDVAAGAPAALAYAWSCVDPAGGSCGAASTATFAFT
PAAAGDHVVTLAVSGGGRVAEATAELDAAVVVDPRGVPDVGVVTAFERATASGLCKFQADVGGDYVDEGISYVWRVVEGA
LEGSLASVAASPASGDVFAYRLVSLDVPCDALTAAGGPYGMELSAKYADGDEEARAVVRYAPASPPKAGELRVDPPRGVE
ATDLFQLSLPDAASFVPDRPKLEYAFFESDEACESEACEFAIVQRGPSSRPGPVTLSAGLAAMAGEAARKRVVAYVWDAD
GTRARAEAWVDVVPLADLGAVEEAAAEAIEEALETDDVDELVNAIHQTATMLRRLAAVDAATSAPSRAPTTLAPTTPAPS
VTPGAPTPAPATPPPTTRSPTTREPSRAPTGAAARAEAEAAAAAALEIKVEVVAELIDAFEAVVELQADTVDEQETINTR
AMIADAVTADVEALEAQAPEEQDALAATVADVVSSLRDVPVAADAAASFLKTLGRLDGLGLFAGSEKIATPAYGDRAAAP
AAAARRLEDAPATFASLLDDVAASLLVEATPGADATDIDDGAGLRLVATRLLASTTGASASGAKTFKSVNFYRRVGPDAK
VTTGSDDADVSVVRYARDPHPSAATPVLSEARRVGVGSGAAATFKLSLPTTAGGNATLGDLPPASDATIFLVCGETTSAT
YCEGAVAEADVAADVCAGWNASTRVAVALSCAYAAAVRCEVFDEDGGDWVDADGCAVDEASSDSEQTTCACAAAPGAPPR
DYAAMSSADAYAAYAATSFNDPLSTSLLTQSWVVFSFMASCAAVWLAFAAVGHALDRRFEKREAAREAAASRAAATKARR
PSSARQRTRLHQLEKSLAKQKLKAQLTPASSARDLKAHARSVHRAVLRASLPSVVTKHRLVRRTLRNPDEAEAKSFKELR
LVLWTVYYNHSWFSIASVYSRDHPRWRRCLLAFFETMIIAVCEAVTAWVSYPVGLCKVADDAASCENIRSSTSFGTDNNC
RWDVSTEPECVFDPPRGSGEIFFMRLQMAVVSVAITLPLLKFANWIFDSYVFAPVVTASELAARRRRGSNAGGYPSEFLA
GRQLLANLGMDEVPDPRYKRDDRLTRLLQRAFGGSAAAKEVKRARTAERIAHAFASLARWQTMRLVLRQRQEIRDAIADL
DDGVYDGAVAPPPRRGAAPPPAAAGPDVVGTVAAAGGATFDRRALLRRTANMRSLRDFLDRRAASPYRSALVALLRHHGA
YWHLDPDAFFWQRTFATRVHAVLVDSITVASRWIDRIHDGDAAHAKRLLALYQLKVAEELHGIERDLFYRHCSLEAVKDA
GAAGADAVSPNARRAAVGVVCLALVGMGYFMLFFARAYDRGSMQENWLYATVMTMFLIIFVFENLRSLILLIYLPALLVP
KLRHIRDPLHVPLVPFRHETPVTPVQLVDVREARAVLKASAVPRRLHARLGTVRRESGLFVSTDDPTDVPRPVFWRAAAD
RWARFRDRLFEDDDELIVDADHDDRDVNRDFRRGHAAGWSLDNVRERLGYVNWERPRLHAAALVCGGFVTRCVMRLHQEF
QELFLEETANLLTIIVASVSGEVFDVFRRGRGSATEARRRGASVMVFSFLVVFALVVYVARACVYPVLRRSCRRLARALR
PAAAVEAAAGDGESDDDDDGAADAYFRRADREDEDLFSDDSDVDLVPRRDDYDSDDDDLAEQLSALETSAFQQNIHVRFD
RESSLASRPGDGDDDAGDGAAPDDDDDDDAPAADVAPAASTARRVGFVDQVEADAALRERRTANARRFDPET        
>Aano_F0Y2H9                                                                    
MSSFQGYAGTPGSEQAPNKSPSHVPDDFSTPNATVSTPIHQPPLSPYRDPSGNASEAPTPVRTPGAGAGAPADEEEESLR
LALQMQEEEERYMASQREGAQRLARLEAQRAAERTTPADPNLGTPGGESAGDEDVEDDDDDDDDEDDARSEDEDDEEIDE
SLALAWRLQQEDDDRALLMALNGGREPPAGVTARNVSPSQMTYDQLMELGDNIGKVSKGAASSAVDALPTCKYCDAADHG
AIVGDQCAICRMEFEPDDVMRVLPCGHAEHAECLDQWLLINRSCPLCQKDVAPRAGAETAEESHAITAADTDDIDALLDL
>Aano_F0Y3Y0                                                                    
MAAAPADVENPLLAADAPADVEVELAETGGGSGGGSAPAFEVPEPLEREEPSAGARRGRRLLRLLNVSDPSVLFYGACLV
NLPQVVVLACVFFFEWDADLDVCDATARAQWRVWGFFHGLRLAATTVVAGLRWRFAPRPPPDADRASRRRYLVMVTNARN
SLDALALIWFVVGNMWLLGGADDSCAEAGKSPIYVTDVVMLVVQYGQICLPCIFAIAMVPVFCFCLPCVIRLLASLHDPV
AGRGATKRDLARLPTVPYSENMELLKGEDPCCSVCISDYEKGDKLRVLPCKHLFHVDCVDQWLSVNATCPLCRKSIFVDD
PEEPDEEAPPEAADVDDDDDAAAPAGDDGVDAARVVASIT                                        
>Aano_F0XXD9                                                                    
MSQPPSGGGPPDRFSRMFPFPGMIPIHALSPLEVERLLSTILPRSLRDVEGFAVAHAAPPGPSHLPCSRSQIDALLDAHA
YSETTAPEAPGDEPKTRSRAAASKKRQLEAEDCADKAACPVCLDAREEGCRAVRMPCCGQRFHRGCLLTWLSAESDKCPT
CRGELPSPAKKARCAYEALGVAELKRRCDERHVDASACVEKAELVKLLARDRDEDDAKRAARRAAGHPIPDREARRASRR
GPAAAANGRSPAPVAATVLPASPEGAPAPAFIRALFESARAGGLGEPTVIRVNRDDLEQGGMPFPFPISMIPFAPELSHR
YLPRTLNASAARPAADAAARLDALVAASGGLGCRSPLAGHRRSGFGSYLRILCHEAELSLLRGRVPEPLLQHELLAAGGG
RVESGGAACGRRELSGCVVESRFAAAAAGKPPCAPPRRGRKPPSELGRAARGARAAVDAWRAWAAAHEFWSSAALFAGLL
RPRPALARAVAAARAAAGLGGAPRPWIGAHVRRGDSCREGAYMGRTCSDGAAYAREACGLGARYGFGTLVVATDSDAALA
ELRAALPACGWPASAPVVATPAAARGGRQDGDKADARIEDLMAAGVVDAAEEFAAVLVDVTVLSDCDAFVGKFTSNLDRL
AYALLVFRRQTLAPYASLDTAWSKDTPALYDPAVHGPLQATLAAAEHKSRLRNATRKKLQVADCATPRATPGWSDAPRSR
WWCPATTS                                                                        



>Aano_F0Y439                                                                    
MANAPPALFPGWEWPCWYWVGIETYSEAQRLAAEVASLRGQLAGVTAERDAALEQSLATEVASLREQLARVSAERTRAQG
AERAALDALAAAAAEAPVADAAEAPVADAAGAPVADAAAGAPEPGKGARAAKALTLGEMVARGLVAPGAGVISLARRPDV
VADLLDGGAIRHGAATYASPTAFATAVIGKSVRKGLKAVTYNGANLDELRGAAVRGTAAAPAPPAEGAPPAAAAPRRAAA
ERAATEPTTPEPNRAPEACELVRTCTMTLRPPRRTVSTDAPRETRPSRGDDDDDDDAPLVSYEACELFLSNPPPPRPRKH
RRRHDDDDEEEAAAGDQLTQAQLGSIGGRCAGRLGDNRFVAAVTKDSRSRCQFGGCASCELRPGDARLGKIPPSLRHGSS
KKTTWYHLDCAFEAFRLCARKSKVVTSLEDIENLDALPAEDRARLAALVDDYNAWNESLPVPRPHGKKARMVMGSRATPE
LPSFARAPDMVTIEDMVTLEDMGTFEPAPEPATPAPATPAPTPAPTPEPMPEPMPEPATPEPATPEPTPEPTPTPEPAPP
EPAPPEPAPDSAPPESESIRALARRLVEQGSRFREKDGTRECTFQDKGKRGWWKVQWDGDDRWTSARPSSLDAVATEPPQ
PFSPFKHVEVGSRLRKKDGTKEGTLMGKGTKGWWKILWDGDEQTVNTRPSTVALADGAARGPRAPPRLAASAPRVDDSPG
AAIAASDEEQPALRFAAGDRVEARWKGGSRYYSGTVLSAAPSRTSRRGPTYAVKYDDGDVESHVPEALVRRGPRGTSPAE
ADEPQLACPVCLEDLGDATALECGHHMHAACLRQYAASRWFEVKATSARRSPRKPTISCPICRKVTRERADDEEALPGLT
RERKRKRPRVAAMEPLPMSLPSEAPKRRLSAENSGRDYSFENLKTEWSKKAESSKRVPFGNVANVASARSSTGSYVSKRR
SSMSRQSITKPPPLDASLMVGADALPGLRRSLGGTLYPSPSRSGDEEIRSPNAKRTSFVVMSPGAPVASPTASTPEAASP
AAAASTPPAEAVAALFASTPPAAPEAAAEALTPPAAPEAAAEATTPPLVVEAVAASTPPPPAENAVETTPEAAAEAAQTT
PPAAEVAAFASRPKLPRSPSPASGDRLASPAASLAAASPAAAPSAPGTPPAVDALRASLRGRDAAFAALEAEVGALRRET
VAARDAAAPPAGDDAAGLAAELAAARRDRDAHARRAAAEAARAASGRLAAAAAAHAARDEALGALDRERVRRAADVDAAR
DAVVDKAKAQFAEAKAEYARLRDELGAAERARDAADGRAAAAEASVARAAAETERAAAAAAAKIRADADAAADARAAAER
GAHKTALDAARKAARDAESRATDAQAAANLASTRAVAADAKCARVQAELAEVRAISDELMAIAEARDRAQKAPPTTPHGL
KGLVL                                                                           
>Aano_F0Y4W4                                                                    
MAAIIRVLGLALAVHAARSDTCDGTCDARTINGSAACGLELLPWDGSFGATVATPMRDIVDAPCLHDAVRAAFAAHRLLR
WSGEALAPDDELAFMKLLPHDGSPGAAHGPQGVAGVDAEKYARWRVPARDEILLQGEGFVPAGHHGVPEGHLSSGKPIKE
WHTDGHYEAREPSIATSMYCVSVKPVGGDTLFMDARVIYDELDDAERGVFDCADIEYSRSPVSMHSSGYRALLEGESAAS
NVGSLYAEGAGRARAPGATHPAVWVLPDGDGRRSLPLAPMWIDKLNINGTTLAGDELQLLVAKVLARGERSLKTYAWTPG
DFVVWDNRALLHSATPNDGFSPEGLRLLHRIRLAGNLAPASHALQGLASNPSAMTPQKMRQRGTDPAKMCAFFHRDGAGN
WHPFSDAENALLERAHADGAPRCRLPTMGANPAGHRDFEVRFGANATSARMPAAPDTGMIQVNVENGNTRIVRRDAPAAP
DPFGAAIQLTQDFASSSAMYGWMLRKKLSGWRRGAWQRRFYVLAPRSGALLYFTKGLHTREVQLCRSADPAAPQAKGTIL
LRNAMILPETVDDDRPHSFSIVVPGAEYHVSAHSAQLKEDWIKQLIKVARGEPLDPPAGAPAPAPPPAAAPAAAPPPPRD
AAGPQATWLGVAGAMSFSSAGDRRGGATLPLGTPSGAVPLPAVPAAAASAAASGAASAAYAAMPPAAPPSYAAAPPPPVA
AAPDPFASLPVPTLDPAPPPPAPAYAPPPNPYAAPPDADAPPPDAPPPDAPPPDAPPQLPSPLPSKPSTEDIAESFGAVL
QVSGGDAAGSAAEEHSECPVCFDELHSRPCGVLLGDGGRRLCTHIVHLDCLKDLPSGRGTGKPLCPLCRRESGAIVPLPS
LFAEPRRWFDLLDVEGDGRVEPDDVLATLKSQLPLDESALDDKWDEIWDHFDMDGTGTLSYDEFVDEERGLRAFLAKFDI
GDRMAAAPPDAPRPPPPDITADKEKWFEYWDEDGSGALDEGEILRALVHSLELRGDRERVQNVADLVKAVLAACDLDGSG
QINKAEFLAPRVGLGDVIVENLGFFATGGGGAAAPPAAPPAAPAPADAPANFDLTVRTNGGRAYSSRDLPPGTVTPDTTV
GLLKDIVAQVHGETSVAHVKLINRGIALRDDAASLRDAGVREGDTLMLVVMQGAGAGRIGAAPAAAAPPAYGQQAPSYQQ
PQQPSYGQSSYGQSSYGQSSYGQSSYGQPPPSPYGQQAPSYQQPQQPSYGQSSYGQPSYGQPPPSPYGQQAPSYQQPSSY
GAYGQQSSPYGAAPPPAFAPAPAPPPAPSPQGRCRVTVPANAGPGSVMTVRAPTGQTVRITVPAGHYAGSSFEFAYDAGG
GAGAAAPPAPAYGGQQAAQRPMASGSLMRVVVPANAGPGSTLTVNVPGKGPHRIVVPAGCAPGQSFQFRVQ         
>Aano_F0Y5U9                                                                    
MLLPNHMDPNAVPHEALAQRQRVFQTGVFICLMLLLMDPRDPRREQEAAVARARAEAEAAALRRQRAPTWLDGAVGGGAR
RPQNVTGLYRGSWSFGNGTAPADNREARLGGDTGRAVVQMDMFRLEELESISLVRALVSLSAPPGGARGRRDIFASAFGV
YFHGARTAALLGNVGEPTEAGVDLERRNASGRNATAGAAAPGSDRGRAGRRRRDGPPRKDGARRRDGPRAGPRAAADEPP
GRGDAGGAGHRRLAARLRRDHPRLADAVDDDTLAAALDNLRRRLGDRARTVVSSRPLPDAFFADDHAYDLVLARESTKKD
AEAKDPSASTVVSRADALPPRTPLRLPPDAAFAYPSSPFTSTLWRDGKCALHVDLVASDDKAAKRAIRHYRKSTPFVTTL
AGVVRSPGCGFRLDVEATATRVAWDAARSQGAWYSTLMTAVCLAQIFALFKQVHFCRTQTVAARVSLLSVSMQALLDAVL
CVANLLLCAAVNALFASFATVAFFKLVVFCVVEMRYLLLVFQAHDPQRSLSDGWGARRELAYLHARFYGALFAALLVLYA
ARDDARVVVVAAYSFWVPQIFRNAKLNAREPVCDAYLYGMAASRLLLPLYCLCDPDGLPRVLVVPSPGAPTYGARAAFAL
VLVAWQGVQVGLLKLQQHYGARCFVPAALIPKPYDYRRPIAHLVKGDDANLECPICMGDVACDGAHHLVTPCDHVFHDVC
LGQWMDLKTECPDALWPAMESSGTSTCAAVASVSASDAADCLTAGVAARAQAAQSRVPTSSRTSSAPPHHAHARATAPAD
ASDASETFVRTSKRTDLGRVVDGRLSTPVGGRLAAPASPSTRVDGRLSEGASPRDDRAGRASSSNRVDGRLSGTASPRDD
RPGRASSSKRVDGRLSAGMSFSKRVVDGRLSPDSRERRWLGRSPDSRERRWLGRLPDSRERRWPGRSPGSRGCSPDSRDA
RGVTMKAVAYLILAAASVSAFVAPKHMPSSLVAQTTDSLVALEACRRNTKKEKRQRNQENMRKFKRGAAPAQRGAGGKKK
SLSRKKLTLKAQSAKEKGREATFMSKLRSRSASMARRWSLAFAVALGAAPTGGAYLEGCGLAVWAAGDEGASCTTTCAGH
HNATCDADALALAADEDVFAAVNVTCDATEAKDADFAPFFNANGACSPMADGGAYSCGATPKGSKRRVCACCTGGAAPSK
APSAPPTAMGTYAPTAPSGAPSYAPTAPSASPSYAPTAPTASPSYGPTVTPTSAAPTHVPVPAPSRSPTTHLRPTVYVTP
EPTVKCAAIGWLLGAAAESCSETCARDHRACHDDEADAARDRVDEWGEVAAMVAARGGDACAGGWVNGNAMAPYVNTNNG
NCFGRGPDAAVAGFCGLAAEAKRRLCPCCSSGFAPSPEPTKRERPDWQGFPEEPQEDDDDDDSSYNSRAGILSSGAQAGA
GVAGVALTIFAIYKLLKCHHMGLENTGIFKEKYRRSSFSKKEVGAPSKVASVFEEDRRRTGVAVSSTTIQYSAITDDALP
TYEVEGKWLVACEAITTVVSRAWEFALPLALLGVWGGDELSLRAPAALALAVTLATTLFSPRIGKWADGQDRLFAARVSR
AFQVAGTACSVGAVLSMASEDTAGFRNWLALALGGASVEALGGVVTRGGPKKDWAPALFEGEALGGALSKTTVALSNAAQ
VGEILGPFLGATAISSLGPVVGAGVVGGLAAAGELPAQLILDGLYRRNAALRTPPPPEDAAAEHGGGAWARCWRQPGGTA



LLTGSFGCLFFTALAPHGPVLTAFLATRGVDPRAIAVFRTLGAFAGIGGIYAFGKAADGVAKRAGDAPGAQAAARVVALR
SASFWALGFQCCAAVGAAAALAAAYGPGAVPGLAAFMAAVVLSRAGLYAYDVGYLELQQLLVDERDRGACQGVEAALCGG
NELLLALVTLCFFHDPRDFGALAALSALFVGLALALFAAWAALYHVHDHDHGRGDHPHEHTPQQAKALDESGAKRHVHVH
RADHGAHDHGHGHHDHGHDRA                                                           
>Ptri_XP_002182701                                                              
CPHYDRKCTMIAPCCGAAFGCRICHDDYTHHAIDRFAVQEVICRECFTRQSSRTNHCINCSVQFGAYHCNICNLWMSDEE
RPYHCEDCGFCRVGGAESFLHCHDCGMCIDKNLYDNHNCKSGKYKSNCPVCQEYLFSSRSASHEMPCGHAIHWDCFRQLA
AHDSRCPVCKKTAETRERMMPTWSCMASNIAMQPIPPELSRVVNITCNDCEQRQDARAWHFLGIQCHTCSSFNT      
>Ptri_XP_002182222                                                              
MVRSCGLHRVDLTRLSSVFFLFGTIIQSCHASIFWEGSNETFPSLSGLFGRPLERGVPYSARLQFLRENPYLCHELDLNQ
TTYSRPTHVPGETADVSPIVLLAARGECSFYEKAQMAQTYAGVGFLIVYNQNFEGEDTIVPMFSEYGDSRLYLLSTTHRT
GQAMKRLIADQPENIITEGGPLIRMDSDAPDGVVTVADLQALLLSALGLFFMLLSFSGCLILCVGMYGHLSGMYLRTTPS
GATVIGRRLLTARQVRNLSVNVPESTDVSLEEGEQEHSQCAVCIDDLIGESDIITLPCHHRYHADCIIAWLTERQSSCPL
CKYDVMEYVLTQESAQSNGERAGGTDLISTNISWFDRLWRYRRWTVVSRDVDEDVTQRDGIVIDADEMDPQLEMTGASHF
QIS                                                                             
>Ptri_XP_002180483                                                              
CVHYERNCNMVAPCCNSVFGCRICHDELSPTGHPPMNRFLVQEVVCKNCSTRQRASNQCTNCQTVFGEYHCGICNLWMSK
KPFHCVQCGFCRVGGVEAFRHCNECCMCISVTVFDNHQCFKDKYKNNCPVCHEDMFSSRQSPQDLPCGHAIHAHCFRKLA
GFDYRCPICKKTVVSQQSMAAAWEARARDIAEHPMPADLQRIVDIMCNDCEAKSHRQQWHFLGIQCPRCSSFNT      
>Ptri_XP_002178471                                                              
MMTIRHNWCSECKETCLNHATLCTICGSTLEAPPAAVVSDLARRNQDSAARRRTNDPPGSLFSFTMQDLVQEATQNQRRD
LGDLRELLENIRQEIRATGVAQQDLLEEMRSVREEWQAVPAELWDPSIGSGSSSRPTSVEYLERIPRTVVSRKSSILRQG
CLSCSSKAIAGCPLPPPMEVIPGEFGMTEACALEHGTLILPEFNRTGKGGLTLATKTLIANATKPVIVYMERGDGVTFCQ
KAITAQDAGASAVVIGNNVTEPWPYVMKDSKGEAVGDKVSIPIVMVKLADGQALVSFFRQRNNTTVECAKWNLRMEPQNQ
NCVICTESFSISEVLLRLPACGHHFHESCAMQWLTSHNTCPYCRRELPTDDAAYEQERRRTERTHASSDSAAGRSSQYQD
FYG                                                                             
>Ptri_XP_002182649                                                              
MEQSRPKCHHYDRNCTLISPCCGLAFGCRICHEECPVLPPPLQQWSQQTHHAFDRFAVREVICRQCYLRQSSKTNNCVNC
GIQFGLYHCNICNLWMSDAERPYHCQDCGFCRVGGRESFRHCHDCGMCIDAQLFDEHNCKAGKYMSNCPVCQEDLFSSRH
ASHEMPCGHAIHWHCFKELTTYDSRCPVCKKTAETPEEMAATWSAIAMGIALQPVPPEMARIVNIVCNDCENRDHTRRWH
FLGVRCHTCMSFNT                                                                  
>Ptri_XP_002179916                                                              
LGCPHYARACKLRHPKSGRLYTCRLCCEQEREMPMKDQDEPLDRYAVTEVMCIKCTALQPAEDRCINADCESRGRPFAKY
FCRICHLYDDGSRPIFHCPYCNTCRLGLGLGIDFRHCMRCNACVSLADDAHHCIPQKLQGSCPICRDTLFQSTEPLRGLK
CGHVMHLSCFTQYRRGHAYTCPLCMRSMEDMNDYFALLDAAVRMQPMPTAYLSTLSNIYCQDCDRTGQVQYHFVGQKCLE
CGSYNTREMGRVHNSPTSTPPPQP                                                        
>Ptri_XP_002184604                                                              
MTIIPMDDHGNDDDHDEQRLQRERERAVEQMLWAQEQAEQQDQRQSAHDPNPTRLPPPDDPAVPFPPLPDEQEPPLPPPL
SHQNKSWSYTQWSFAAAGATLWYALRTRDEQWYLAVVYLHSSRWACAVLGNALLAAAVATFQLTVRLFLPNGGLRVHEAE
GLQDFFRWNVTETCLALTMFRSELTVQTAVEFVVLILCKCLHHVANMREQHVRMTQDAVVRWRPERIAPQASWPPLPAVP
TAHWRILVFLGILQLGDLYALQYFGRDIAERGPSVNILFAFEAAILLVSAWSHLLLWHIYVGDGLLHFGHDHYPRSFVAR
WLHTWKEYKATLTFAVELQAQTVQFLFYLTFFAIVMTYYGVPINLFREVYVSFAALKDRLWAFLRYRQLMASMDRFDSVT
DEELEQAGRDCIICRDEMKTHDCKALPVCRHLFHKSCLREWLVQQQTCPTCRSDIGANEVTQERRRAAQAAAQERQSADE
STPSPATTSPDILSPADASGSVEPTSGAESPPTLTEEDGHDFETMLRHYQTTLQARIRQRSRPALVLPGLYQVTRSSGAS
VYTGAHDDATHQTPTVVRTVPRGVVVLALEGATLRFVGPEPVEAVRIPDGWMALADVEFRLAIGKEAPRSAI        
>Ptri_XP_002184335                                                              
MRNPFRRNNPAASNANPRPMQHEASNPFEVLQRGARQAASSLIDSLGATHQMVEEQFEAATQAAMHASMQAPASSQGPPA
ASAQVLHHLPQIRITRQDLVEPTNRECCVCFDLHRLNDKVLRLPCAHVFHPQCITKWLQSHCTCPVCRYELPTDDPDYER
GRIERMRNRKPRFARHELDRMTVSELKALLAKSKNCRQRPVDKHDLISLLISSNAIDVVETPEPVTYRLSALKDMSVGAL
RRCMNDEAGVFYDPNEVVEKADMIQIFLNSGRLLLNPEDNATSEINEDDFVWKDLSPINSDEDEEDKYPSSAVASILVET
VVDETDVSIYDRRVNKMLLMEENSSFDESSCTPAMEDVERLLEFKDETSGSATADEQFTGIDAVEVALTDAPMDMGADSQ
NVKRRKRVRSLGGNEYTRQVAKEKNSAKASLDSIDEGNVTEGSTALRLPVDDNEESMDFHGEENISSCFDDLSVSELRAR
GREISVDLSDCIERAEIVQRLSSIESDGQRAGRLMNWEKWRVSDLRAVAALTGVDLSECLNRQSMVEKMQHAGVERPHLG
RFLHSLAPLARLTSLQLLAVARDWQVDVSDCLEKGDILRRLVESGPGIRFE                             
>Ptri_XP_002184131                                                              
MSTSPLVSVRSAEEMVAVSPLSKMNSLQNDADSSSIASTPNGSFKDANVTCLPSLENEGLDDSQLDREEQESLELARMLM
AEEAMAVYENSFQLLRESADQLSQEDYQAMQELLREEEREQVAELEDDEGELSYETMLEIGERIGDVKTERWTLDAQRHI
HKLPTVVYRSSNVGADVDDSESKCLVCQSEYEEEERLRRLPCGHSFHASCVDQWLNTKDVCPYCRTCIVDERTQR     
>Ptri_XP_002182515                                                              
MFEVSWGEMGVCIGLGLFLIGREDLPKAARMAGTQVGRVVGLLQGARARADQFAGQNELHQLQNELRSGLRDLDAVKSEL
AVSLSSRGVVGRQLGATVPGVNRATVSPMTTHTMLTGGTAAGSLAALGTMGLPVGRPAGGDDDGTNVDGTTNAAGSEGLS
WTSSPGSPIHAPPRTLPPVYQTVAAVAESEWESQGIAFRSRAEQGSGLANASDQATTGSALLASLLRQSLVFDQYDRVVA



DQDEALQSKISQIKQKARDQVSASSDTEVASSSSCRLYGIQLLTTSSTSPSIPSGAKRTVGNMSTDTNEDNSLLAADEAS
ILDGMDGPPQPPPGEIREDPWILQPPTMAALGQPPLATPPTALGDPSAAALWRERERRQRTVRLLMMFLLMLLLMDGEDG
NNNNAPHKHGLRSRRDPRRKRDAGNRPLDSVVWDARTLQESRLREIARTHPRYQALIDKNKGENVEAGVWEWAQQLAEQE
RDEFGVEAAPASKPMLSPAGTIVDEEATRKVWTYPWNATGFYRGEWSRRIAKQADETTPAVSRPKVQDANATVAQERSLL
DPVALEETLLETLQSRGIQAGVVLLPNELAVATRDDNNLTSIRWEQMTMDANGKMYKSVQATTEDQHTNNDKEGSPSITL
THNSGRAAFQIYARSIPAMKELSLVDGFVKLYDSTSPGYSTRKDILLRVRGVLIHAIGQLSLVSNVDVSRSAFVIMPSEA
RATQHRRLRTALEDLDGASLPQIRQDALDLYGGRLSTEDRDWALLSTPFGGRRLSSETSTPRNARAAMEEATEVDAETLP
VSSNATHQQSESTLEPIRIPWSDVVVPYPFVRDDKEETVRRVRTPAARRMPPREQLLESNAASCEFEITMSIEPTEWTVG
AWRALLSRHANEAKRLDPSKAGDITEDSPSGKENVSTPPMGPTNRRKILQDQALVMNMAGSIHSPNCDFTATLNVTAIRT
DWEATTGKVINYSFYMMLVCMAQIILLLRQLLHSQAQSAAVRVSMLCIGWQAVIDALVCLVHIYFSLAMQPLFTAFASVA
FFKLLIFCVIEMKYMSIIIQARNSSNGGQSTEVLRRQVAMLHLRFYLALFAAFLMLFYMGEKYRTFYVLGLYSFWVPQII
LNIITEAKNPLHKYFINGMSLSRLVAPLYVFGVPNNFLKEIHADAPTDAWLCQLLVLWVGVQVAILHSQSKYGTRFMIPA
RFLPPKFDYSRPIPSSMLPPGALESPVPELALERNSENQPLVTSSPDTSSPARDRLRHTTAVTTRNRMRRTNRTESSGMT
TETLDHSRCNSPLAPTLDCSICYDAINVRDQLGYMLAPCNHLFHRDCLIQWMDVKMECPICRTELPAL            
>Ptri_XP_002182125                                                              
MEVGRGENTRSQYLEYIDRGSVTPETFTSAPTLAPIAVTVESTNMVVVGFLIGLIILLSILFLIMSAPPIMRYIQRRREA
DPKRIELRYATIEKWLISKRVLAHSENCEIFSCTRSHETKGSNNHLKPMDSCDTVETDDESSCRVGRECPICMEEFLVDD
VVSWSPCLQGTCSHVFHHRCIKVWEYI                                                     
>Ptri_XP_002182089                                                              
MNDGLSTTIVLQDNETTTKPPTTAEGGIGNDATDAATLVLVVFLIGFCMIICRMALLRQNATDQHDQQVESKQTQKKRIA
ERKEYIASNMMVREWKSAAISDDSMTSASDDLTLEYGDETDNVPTGLRPSSTSGDSVNRKEQLENSDSHSRIKGDDFPSY
RECTPTAALSDYDSFCEDTGCAICLSNYEPCDRVCESVSCKHIFHEACMSAWLIKHDRCPICREPYLVETA         
>Ptri_XP_002181966                                                              
MSFSNNIPPSPTQRMLRASQPRVLETNSVASWNSTASTIVSSSNTTNPGSSNNSSGNSADTMQTVQALFGGSILLLLMCY
FSKPRIPGAEYHRGEIYRAQALERLRHQRRETRLKDPKQRAEAIDAALIVKRIVASDEVTGQLILGEPDEAIDLDKQGSK
ISYHSLEETEEVSTCVICLDVFRVGDFVAWGKFAGSLAPRITEEKRGDDIRCRHVFHQECIAPWLQNPKHDDCPACRAMI
LPEPPEDTSDDALAEGGAVVQGAADDDRSQSSQYSHHTTGTKSVFVIVHGLISRVRRASSSLVGQTIGFCRMENDLDLHQ
PSRLRRVFSMGDGRIPDRYTNKKYPGRFSGSGCISADSQFHQKLATSSDNPHHWSSTIQLRRVVSAGPDSPARRRPAPSL
QWRTRSVSEDEDETGSDQDALIPPLLPPPPVGVPFRRVSSKARSTTSVLEGGQNREADPDESDYNVDVRSDFSQAIFWDS
ALAQSMLAQDDGAIVQGGSFRPSRMPFRRVFSGTTCSALRRNSATSTGRNQWVRPSVSWRDLATSASEGTEDDEEEAIML
EALVLVHFRIGIAHYSVSITRSKNSFQATPVDRGTASASDGSTVFNARSSTNSPSTPVHRRMYTAAGTLSITHSGVNSSV
SAVFYHVYLPLEKNSEAFAIIEEELKYMSLYGGTRPGFASVTERVNKATLYLQHHVPSLP                    
>Ptri_XP_002181950                                                              
MGVRRPSSTGSFSASTTNMRRKLLPFNPVGRSSMLCSTEFNPLQTLVWNATSGFYDVPDNTINTTNTTASTTNAVGGNTG
QRWLQSLFSWTNEDESLQNSEDVSGIHSRSRRDAPIQTEQSSRLWTSHKADYDYQGRVDSYVPHRRLEDPPTPVLYGRQC
LCSPLPDTYCPIGAHHCKIAFTDASARRDIFEISCAADSKDSFVRFVVPLMFFFWFLVLCSCVYSPKGAYARGYLQRVVF
CWQTPRYEQALQENLDRIVRRNRQRREAQARIRRRTVASHRVVLGRDRPPGTDSLYPPQLDHSRPGRRVGSPVVTHTTDP
PTELPPADVDWTAQAGMELVQRSVVVLRTRRYRDRPTVHQSSDHADAAQQETAPHDDVCAICLNAFADADRVGDLQCQHV
FHVDCLKSWIQHKNHCPLCKADDLATPPEAPRSSPNLERPSS                                      
>Ptri_XP_002181927                                                              
MPASFPFPPAYYGNLTAHGGPVPAPAPTPSPVPFQAWEADSKMQTASAIALISGITLFAILCVWVALTSAQRASEEISLQ
AAPSNHEILKRRKEFVKIALIQRDWDTSATEDPDSSDQSVISTSSTSDGQRGPTAIPTGADGSNSAGTDDEEEKSDQDST
FFDDANGCIICLTDFQTHDRVCESNGGVCQHIFHQACMENWLLRHEACPVCRETYLVESV                    
>Ptri_XP_002181745                                                              
MFPPSRIREPSVERQSLTRAPLAQQDGSSTASTPVQGNPYPSERSPRTSPASYGATSSMEDSLATSLRTGSLLDTLDDSS
RVSGHAPPRNHVEEPTHEEDEDNGDEDSEADENRQELSVALLTRRIRCLFGILTGPIAPLGGMVVATLFWLLIASLQTWD
VVCSHPLKGYALISAVLLAYTPLHYRWRSLLMTAARRNENDAQAQAPLDRPRAVRHMDQCFHTVALLYVYAGITLVQTCR
QDMDGEMDLLLSVTDTVEEGVNSSQTVGAPVDHVNTCAATCPNVYQALVIYVASLELFTLSLILPLLCLPFIYLWFLRRA
TNEASLWTDVLRNQLRDDDLVRRNGNVLASTILERLEAVHLVEDDGSTEESLRVWVVPVKAQTTERRDAKDVKECCICME
DFAIQPPMDVESGILQSLVDNGSDEDIVQTRVCGHLYHRRCISSWVGGQWTPETVSVGDERKARRTTCPLCRADLRPPPD
NYSA                                                                            
>Ptri_XP_002181005                                                              
MIHLWMVVLAYWSVHISVVSSRKTYDEVSKKPVASVQCSLLSRDVVFRRNVTTGEYYVATATKIEDEAVMPSVDDSTFRE
CWCTTLLSRKAEFCPSHFHSCTVRGDTGPVRCIRSSGSTNLLRAVWPGVLFWFSCLLCAVVCTTAGRSCVHFVQRQIFGG
NNSRSAEQNSQDGDDPILNANLTSILSRHPQRAAQMYRSAIHREYLVSRNFDQARHRNGYVRLWGRIWTARVLLSYNGYG
RDRGDSRDNEYTSHSVKELCYTPVLLLKTKRFVSDPEEEGDNTQSSSWISTKFRRDQATLDEMDEQMEKGNRCAICLEQL
REGEVIGDIACGHMLHKDCLKTWLSRHNRCPLCQHIDIAISGFRMLPRPRITTEIVGPNELHRMVAAEVATHSQDVIAND
T                                                                               
>Ptri_XP_002180650                                                              
MSSTRSKRASARIRKRPISFGNPALGTYHGDVYTVEGDHDNIGTQLLAEGVVTANNLVAMVDVPPEQVPEGVLNLARSHR
PLIDHMRVVIAEGNGQVEAVHRSTETDVVSEEARGKPLASYTFAGVNAASILASDVEVSEAAIDPKAHMEQLLEDDGAEH
HPCRTYLVLLEACSPEAAKDLVQDLRGMPYTFLDETQTCSVFHVVALEGADGVSLMSPFFAPSTKATDNGHLEISSSHSS



DSRMEARNRCGSVDCKSGESEHPSGQHQRSEDYNCAVCLEHMDMTYPRSGERTSILTTVCNHSFHMDCLLQWQDSPCPVC
RFDHSGLNEALSQCHLCGSTAHNYVCLICGIVSCSGGPRSSSAAADTETQHVWDFAGQGYVHRLLQNKEDGKLVEVHDPY
NTTSQERSLSPGLSESQEGEVVHRKLEGFASQYYTLLKSQLEQQRIFYEGRLEEIRRDYDVAKPLKKSTDLIAALKQERN
QLSQRLVTLETRRRKVLEDVSFLVSMNESLVANKEPLRRQIEEAQQQSLNARRTFEELLQPLQDKVTALMLQLEDEESDK
KPAAL                                                                           
>Ptri_XP_002180067                                                              
MRGLFRALVVSSRLLQSDDGIDPSVPNNGDSEPQPSTEDQENARDAYEFVAFLLWYIFLVLCCVVPTCCAYRRRRIVEQR
IALQQANMSRLQQSNLFILSNMHARRDGEQLQAERLRLLTQELKSTTMRNDLKEKSTGETSSTSAAPWDKSSIQSVTAAE
EAAPASVAAIRPEITDAASSHDALAYELEEAEDALVLHLPSNLINGNRDVPGFCAICLCGYEVEEEVSWSPQAACQHAFH
RDCILSWLSKKEEPQCPVCRQEFCSVPAMEEAPTSSNSTNAFTHPFSYPESFSNALARSRMGTSSASNDRSASPNDNNGF
ILSSLWAPPPAIIPARTELTAMRQSESSRQNATTRNSAAPRVPDASLAGSEMSSTVERDVETGDATARSTTSADVHV   
>Ptri_XP_002176815                                                              
MADAGESTNMCCICLCTLASVDPDETDAPAVGACVPCGHCFHQPCFENWARHQRHAQNVKCPTCNGKSTGFVKLFLDLGN
PETFIDDDDDSVSSLEEDDHLSVTLSSSKLRIAENQDKSDSQPQAQEVNSNDEHRDDNADPQMEESQPEMVVIDDEDDDS
VRLRASTTCPKSLAKTSRTGQLLPPDHEGNKYRSKFNRAKRRIKKLETHLASSAKQYQTVTENLENAVLAKTVMHEEFGK
LEQAHDRIERKMHEIHLDLTRTKRERKEALEQIQELRRELDRTNTKLSEQKTHFEQHLESARVDSLSEVKGILAIYPKLT
TENKALKETVMKKNEEIGQLVQHIKHISRSVESHGEGTVSHKETMQQERRASDAAKHFRSMQDSSERAHQKTQRLHIQKK
RPCEAEYQIPPKAARKVLLSKGSEHAARMSA                                                 
>Ptri_XP_002184400                                                              
MVHPEAPISCFTFNASPPVRSLRSDATGETTIRSPVPREDLCADMPQLEPMDRACRRPRTTSLAGSNVDVVASTMRLVCP
RSPSRRIVPSTQVCSKTASNTSTEGAKEKARRSSCVAEAAIARTTLGSTIAPASPSSRHGKRAAEIAIQSPLSKRLRLRK
KSPPNAIEADLEILEAPLAACCICMCEPDHHEASKIDGCDHKFCFSCIGTWSDRENSCPLCKARFTKIERIHPRKKIKGD
RTFTNSKRVKQRDQRSDVVSGAALEAILQQISSNESRLGRFIFSRMGTGAFHPTVSVDGSMFDSDEDEDTAPDFMTLFMR
SSTAAQQRRNALNRRPQNLFPYPTAFFGMSSTMGGRGNTTTSSYALNASDSSAGRAATNPLEIDDSDDDDVEVVQVTRSL
>Ptri_XP_002183975                                                              
MPAAGSERTMATPLPLPEAVVPAVSLSSRIARGVGSIWTTLSGHKRPAADRDDIAEGGPQRQVRARVSASPKAENGTFGS
VPDDSVTNPLLSLPLWDPVVPPGFCGICLDTVLMPTSKVGSLPTCGHCFHVHCYAKWKAFCPSAVAFWRCPLCDQDASDF
YKLQLFPQLEQADDDNNNNHEQSQDQVSRLPTPLERDEFHDAVSGVTLSGTLRKLVNHVSSSTDPHVVTRALDELSTLAF
RYNHARVPICVTGGIAGIVRVLTTWSHDTKTTTTAALRHACQLLGNLPLNESATERIEIAICNAGGMDAILSIMQQHPDD
VDLQEQAVFSLGKFICEDELLETNYVADQIPAIFRTMQRHSDAALVQTYGCYALASLTFREDVQEVVQMITAQHGIPIVL
QALTQHVDDPDVVDAALNLLANLTEHDTSQTRGILESKSLKVLGRAMQNFTELVDVQMHGIVILQRILRLPDRISEAALM
ELGQAGVVVALTKSIDLYADKVDLQIGAIIILARLAPLVDLQPIMRDAGTPGVLRVTMDIYNDEETLMTHAYQVLSCCSE
SPVPAVAAAAAVDVEA                                                                
>Ptri_XP_002183877                                                              
MNAATQTRWQSFRRDYRQRPLKKSVHAIAFVIFISLYGYSFFHYQPDRSYHHVKLWNEVMDRKNQEFATFRKEEKLRKAE
KRKQDDIAKVSLRGGYLDQEVGSIATDGLIELQDVGEADIASRENGSFIVYFFQGIWSFLMLVTALRLYIRFCIIPRLQN
AAAARQQQQQEFREERFRVWSQNLNRQRRMNGHPMINLSSLRLVMRGRELTGDDYAALLRFNEESGPALESLLNHVGLSQ
QEIDRLPLRRLSDPMDEVLRRPMSEEDLPLCTICLEPYRLEDEVRSIPCFHYFHKSCIDPWLRQKASCPICKHSASA   
>Ptri_XP_002182297                                                              
MIGTNRWSVLWVAAALGFPPTARATITLVDTKQKFASTQDRNLGKSLWKNNEYMARLQYVDGNLPLCPSSPSASTHPKYN
LTVPSDDSPVAVLVRGGGCTLEDKVHFALHNLEPAGLVKFLIVDGDHTLSTESTSLLTDSLSAHQDALEIKRSPDQFDTK
QDNDIPLYILHVSYHTEYDLLDIILHQSSRSQSLGGPRIVMDSRLGTGFLSGPAAVWIGLLSLLSACACSCLLVHGGSQW
MPDPDDQEHVPQRPTRRRLTKNQVKAMLPVYQFDGETIKPAHGRSTPALVGPDGLETEILLPDPATLECCSICIDDYESG
DRLRMLPCHHLFHSKCIGRWLSERSSTCPLCKLDLFQEDDEEETDEEQPVQEPLRSNPLTSTDGVSVWRSVFGLAELQTQ
PTHTQSLEATNDNHGAPEVVESRPPSTSTQSWWRRLLPSRSAPVEPSTEERLTEPLLPAEDEEAPAPSTSSGTPETHVAT
ADTARHEQVVSEDGSEDGASTGELEQSEDLRSAETTGSNLVNLPSISPDPPSRQESV                       
>Ptri_XP_002182232                                                              
MLEGNDNIGSNPAGAATGLRRRRGVVDMAPDLNNENDATAAHEILEAVHPPQRPLNNPLPRQHSASRVASTASSFTARRM
SSWYGWLSAVAACLAIVTTNQPEPFWQLVRECVPAGIVEPATSIILSGAKSTPSTLTWNTEAWGGFFSFLTPPSSTSTTE
FWSNGMEQRQEISSPIVEENNRKVPKYLETKGGGIPVWLRWIPGIYSPAPSPSLSEGTAFTKNRKDSSSMAAAIRGKLDS
FETTILQAAFTVAATVEVIVWTTLSLISKWPAVLKSLVDPAILHPSASTTATDLIDKILTSTPRLLCIANIFLAVTYIFH
QAVAEWFLGSNGSSRRDMASREQRLGGFLVFKLLLISAVVGPDTLDLLILLSWYTCLSLLRSLGVLCANVTTHTSQSGQP
PRPGVWHLLTGVLVADFLAAAVCVGLFHGAGWGMVALLTCDCALLAMDIICHLLSHLSQVLEQQHGRVVQRWQEQRGLGE
EPVSTGRVWRFPESAEGINEHDSVDADTAPDQGPSAGMEHRLEQYEKQHSRRVAILDSTIFALQLGGHVLTVAHFLHIWK
VHGFQFTLIDGVLALHLNSAITSLSKKIASRRNLHRIARDLNTTFVDASEWDLRKAAASGDVCCICLGVLTSDVKKISCG
HLYHTQCLREVVARARSMQTARCPLCRASVVDGRYANDTSTAIPRNERGAEVNEATLDQASGRPPDTVGVAPTAGPNAIG
TLPNGGNALFRFSTEGIFPAWLPLPGFSFEVVRRTAATSNANTTVDLVPSQIPEPSFIRRFLILAGAIPLSPEEEAVAME
QLVDMFPQYDRADLLRELRARGSSEGVAEIILLGAFTGIPRGGGGDGF                                
>Ptri_XP_002182124                                                              
MYAVLYGATDNNNNNNNGTNKTGSDGSGSDKDGRPVFPFTSLGNGKGDNGTNISIRGLTLLLTFLTVGVLFCVLLPFVIP
RLRRIWRQRLETNNEEDHRSSVDEQGRIQLRYSAIESWLVSKQVLAHDDLCRRVLQHNGKECWEPDTSAHGKNRSKERTM
TVETLMSADDDSNDENHGEIWSECDNENEGLECPVCMDSIQVGAIVSWSANPKCRHYFHHACIKEWLLKHSDCPFCRECF



LPTDQMPSKLSMKHISELIVAQQHRSAHCFFCLEHGVVALPNKLEACFAVDSDGTKALWQRASAVPSRQALVTLRKVNHE
QDYLNRTGSSQEDEDDLGNDSVGFAQDSEFNATALNSNEDTSNALSADASSEEVDIVPQAGSSVTVAFGGADGTVVDADD
GGFRREK                                                                         
>Ptri_XP_002181929                                                              
SFNASEQEESSDTECAICLSEFAENDEVCRARNVDCKHIYHSKCLKAWLLKHDGCPICRQDYLSSAV             
>Ptri_XP_002181643                                                              
MAESEDLIPESLLAIAKDSRYVQECCEVVVEIWHRWCPRQRRENLERDAWFWSLVLYIVLVVGSRGRTLGMEALGLSYIN
RDASRTSSSFISRFKLLSTSLGLVAAVYLLQSQTSETDATRERVENLTGSSRRDFFEAQRRAMIQRSRQPSSDSSETLVR
SQSMPMPASLFLAEWKQKAKQLVQGVAKALLPYNDLTHGPHDLPDQHSQSESPSQTIATWLIRFHLGLYCLNGRYPSWLH
RILGHQLHSVDPQSSRLVNKPTSVRIVGLLLLSQSAAAALLGFSRVLLRWWIDTRDGPSLSTNVRGSSIKFIGARHSAAH
NPGVVESNTSCAICRQPRRHPACPVTCGHCFCWSCLQSWIMTRGECPLCRVKCTPSQVLALYRYAPATPGATVTSRGEYS
VKR                                                                             
>Ptri_XP_002181004                                                              
MSGLKHRLYTLLFWTVQSSTLKTVVEAQGFRPICKLPTLVVPLQYNSLSERYEEIISEEFPGAIPGETNNDGRRLKIDST
QQQLQVRGVDPLVATFDTDMWVTRGQGVEALALRDFRSNSHRLLQENDTLNKAMPRLYVRECRCRVIQPQKTFYCPLELT
HCALPRWNSSLEVIPTCLSNPTERRVLKNTGMVILVWFSIITFCILFSGPGRSLFGFFLSFCIPGYNQRVVSRMIRKNPE
RAERFIRNNIRVRRTRLERRLRDAAPELLLEMQAAAAGVNNERLATMVAALQQTEDVEKATRPTSLHLNTHLYQVKGTPD
PSTDEEEFEHNCIICFSHLTEGDRVGLLKCNHVFHAACLKSWLKMGRNVCPLCQTPNIAIPQYSNGSTRLDAGNHSDTQS
ETMPSSASGISGDADEA                                                               
>Ptri_XP_002180563                                                              
MGEDQTSVLLTHRLRTSDNDDRQSRFNGTAVILIVFIIISCAIWLPACIRKCRRSALHRNQFQGQGATQTTRNVPNSNVQ
RMGGVMAEQIIESLRRLMEQSRENEGVEGAALADRKEYIENVLMTKNVELGTNIRKLEESFHRSTNDGAEPSLNVVGSEG
SAELQPWQSDNDNGHECCAICLSDYQDGDVIGWSHNKNCKHIFHRECISEWLLTHEECPCCRHYYLFFMEDGDLNGQSQS
PLPPPLPAPLSREEEQSWTLERGLRIFYNLTGSPSQNYSDTGNTDTRGSDVELARPAIRNANEDSFSIGPDVSSTDNQSG
VIVVDRPIPGRRSP                                                                  
>Ptri_XP_002180503                                                              
MFWLLFWAIALILFVVGPIIIDAQKRRKFLNYFPCFNFVEDETEPRSSPYHGNTSFHYVLSKIQQDEIRESFILENVRSF
TMTLDSEKIKVKEENERQNDVADVEQAIPIGKTSPTMSVSKKYALRDNDASSGDDDDDGGDLQIAVTLDDGDGTGFIVIP
QPGMCCHEDLPKDMLPQPTRDVRNGCAICLCPYESDDKITWSSNTSCPHVFHHDCIVDWLMASGRKHLKRLRRQEEGADG
AAQTDPIERVIHFPKLCPCCRQDFIITDRDEDEKSVLLSPTDSTMGQSQPEASANRLEMDPPTGEESV            
>Ptri_XP_002180058                                                              
MTTLTVTVSPVSSSSAAALLEPTQPDRSVVELASIVFRRLQQRNNDADEATVERGRTVLTVLYLIVLGLCCITPVIYYCR
IYWEERQNVHLREASRRILSAHTQAQRDETRAARRKLLDERRARILHLLSPVRMVLRDEHFPHLQDKNFSETHSRNGETA
AITTNEGDEADAAVLPSDVEMGGEMRPLEGHELSTPINQQDEEAPAPATIPVVMRRASKEVSKFNSDSSEFMYGEDYGED
DESRLVRIPQPGIFWKNKSPQPSTESRLAPALCTICLSSYKVGDDIVWSSNESCEHAYHAVCMERWLLKQREGPLCPCCR
RDFIVDPYDVEEVDGADTPNDPENPHAPRSASQTLSNGDGEDGGSNQGTDSEGQRGRRPGRRRPRSILTWNWDNQDAWFF
ANDQIAKKYYSIESYREHSKARARAESVFASERAIATNGFLGERYADDPVVAEDDHARNESARAHIQWRNRKEFRLLSPV
FLFSGRLYGSVAVTFAWPKKSFERIDMRFLAQSTTSLCVLWLGVYFLWGGSPTGKQWYTSLAQSFFEDYKGGVAVLTLIL
PVLLAGTSCSLFLKQQPEYVDAASRRQPRLRTVLALFAPPHQLPVWMHRWMHRVGTGDTCFDQLSFYFILWPVLIFLLCN
IYRHLSDDLDRYDAIMETANAFGIAALASMSVFLVPVSRHSAVLALWGWSPVHAVRLHVWSGRIIMIASLVHGAMHAYNW
SVMNREGLFALLIPPSGCWTLKETVFAPTCRNPDTDCSCYDHFRNLTGALAGTALVVIGLTSCNFVRRKCYALFFHVHVI
AGPLVLLMTILHWNRSILYMGGGVLYYIASSFPVLVETSSSCASGPSNAESNSTAILKAERLVTTIPGRSSQECVSLTVA
ASNSAVQRFRAGQYVRLSVPKISSKAHPFSVNLVPGESNQLRVIFRVRGYFTSQLKNHLLRNGTSDMASEQPRLPRIRMD
GFHGSPNRVDQVLQHDVAVLVAGGIGITPYLSLLHKVHSIAMMKRDGIMRTRKVVLHWICRDQSLIEYIQREYFDPLLEH
IPGDGSNSGNRAHKDFVIQIVIHRTATIDSRHQGSRRAASYSDLENPQGDDFQQPEEDVSSIASLRRFDDTIGLPFSPSA
FAAGSKNTYRGNMVLTMSFVTIAWTGLLIVWYLYYNVQDAHEISSRLWSPIILVALGLAVSVAANWLVHNVWPDEDLSAP
MEWSPLVEEDDTSDTLELHEMVTDSNKDVVSRSEMDPDGVVRTSTLTPNTGDSLVTMEYRDGRPTVHSLINAIEEAKHPA
LFTCGPILLQQEVRATAQERCCMRFRRCLQGQENSHIALYEEVFEI                                  
>Ptri_XP_002179614                                                              
MGSVCQCLFHFCCGDADEEGTHQSHQQHRPIEVDLSLPAHMTRTLTDSNSQEDVSRVLEDTNSRGNDDVSCSAANTVQPH
EVSLHQFFRSLSDRFRVRSYDAIRSRSDTDERRDGVFRERRQPVIRKSPLRMASSFDSSKGTPTIRLDEIVLPGSALQIA
MAKEMAQNLDSHEDECVICMEGFDATNPRMPTLCGCGPNNTYFHLPCLYQWIEQSHECPSCRQKLSWEEF          
>Ptri_XP_002179506                                                              
MSDSRITSPDSENWGLREAFIIIGSTMGLMIFLLILRFSFNICLDICVLDELERAKKAIVDLITKLFPWQRPRTQPPSAQ
SHDDIELQECASDQERLEALNQILISKTLSLNDIERLRERHQHSDCGIAEEDMSRNDEAILCSICLHGMAEGDSVFEAKC
KHIFHHGCIASWISSRGSGCPYCRAQLINETNLHQLFGSSRNR                                     
>Ptri_XP_002179104                                                              
MAREQQSSRLLVAGSRLLQFATSGAAGGLFVGQEDIDANRTVVPITETNADTNEPADRDNLDRVKAFFLILLSGVGIVLG
LIVITYLVMILLDKCTRRGDAEEERDHGVVSRKAGLWGLKQSERQAILEYIFRKHKTVFEYSQELVPAGNNSGVDTGEAI
PVLDADVSTTSDSGRDRFGNETTSKDSPAVSEKDQGIISEPSVESSRSIPGRAPVDEHRDENDTATFPEDDSDEDQASHD
NLFSSATTESSDDLALTEHDDNDHDRVCCICLAPYEAGSTMLTARTCPHQFHYDCCMEWLVAFHDHCPYCRVEMMTPNQM
RKAARKVLGQARVTELGMWQQYQQSRNDHNTDPTQVRIGRELQAEVELTVQTEGSNDQGAILDVSVAEQHRDIESGTVVD



MENFTDSGTAGQDHPAHGDSSANGDCTRTTVVSHNHE                                           
>Ptri_XP_002178890                                                              
MSTAQFIASRLLREALQAAIANDADEDSEATFFPTSAPTTEDDFQRRNWMMYNIAMVKKPLLTGVGVLIGLVMIAYGFMH
LLERLNVCERVDMQRAERKKSDGLWDIQESERRKILLFLFRKQAKTVFRFKREEGGKAVVDETTTQPLSQQSTMPEDANR
DICVSLNQESTGTTINGRQASCCISGSVIQKSAIPPDTTDCGQVSTADESENVTTSEKNVSHPLNGSSTKASPDAVLYDQ
EQKETVASILVAPNEELDSSTNAADDENDNNLSYEEVISEPSTDSLEYVCSICLSDYEDGCKVMTGTACQHVFHMECAME
WLQKHSHCPYCREPMMSRDEFRLAAMQVLGLVRCRELGILADPSTDTERGESDSPV                        
>Ptri_XP_002178589                                                              
MTEISSHSQYSHRTSPGRSTVPFRRHQSLPVHLRRRSSLWRRPLRKASTAPKATNHFSLRSNPYIGWFRHSPSASSDKSS
VWCSEASYSKDVKTAPQPWKSSPYVGWFRHSPPSMWSTLSKQALVDYDLLEAISINAIEKRNEDEFVIHLRDLLSGQLRG
GSGGGMQYHAHHSGTVHVLHKLASWFFTPFHELEQNLSPKTLKYDDDSSCHTAEEVDNDCEEEDDQLDDYDSICGSRQQT
SPPNDYGVVSSQAQAYYDHQTTVNLLGLEDVSATASSRLDYVITQMDIVRMTRNAARHLDVDSIAKLPIMKYRSTKVASP
TTAHASTVREGWSWMMVQGEANEEHEYQHYQSSLLSAAVTTSQPNETIVTSAHEDVCVICLECFDDGDSLRVLPCNHSFH
VGCIDRWLSGSSSYEDCYTSGCPTCKICPDGSLPPWAFAQIGNALSRSMI                              
>Ptri_XP_002177252                                                              
MSSSDTARTMDILATVFFVVAGLWLIIAMLYSLMVLLFLRLRARGQLDRIYENDFGRVYLGSTSLYLPCGFILRRYLQHL
QFEHTGGQQRGANGETPRHPRYMTREERRAAMEVLLSQNPSVVTPNAKYDVTEGCDDSSNRKEDGYDTDGPTCSICLAEY
EPEDDVLRSQTCPHEFHRECVLDWLQRPSCTECPCCRAAMVKEDVVWETVRAARKRRRRELRKQTGTRSSILKEVRSRTS
EENLEATEEESESAGNPERREAGVVTIRFGESVDDLLQESEPEDPEASDVLDGTV                         
>Ptri_XP_002176481                                                              
MPVPLKELRDSDDTSQGTCFCCDICLLEFDAGETVSWSRNPKCKHCFHNDCLVDWIKRKATCPSCREDYMIESAAGHSSN
LPNNNNSLRSNEENV                                                                 
>Tpse_XP_002295124                                                              
MSSSASYLRHVAARPLHQPSALSIHRVLNTLFDGATATTNQDQDSYPTLQQTTSSSSSSTPQAPQIDNYDNASWDTRATI
LFIEAIVLTVIVLCVLIACTRRHFRRMDLASQRAASLQEWAAVRMPAGSGGSMEVSDATEDIENGVVANNASADATNTTT
DNTNLSNERTPLRQLTSLPSTILSILLSPLRMLDSAINDWSTERVRTNNYDISYYRSMVERWEREKEAGREKEDERGERL
RRAFEKGCMVWEIEEEDFVKPKNKGEINDDNMEEHNDNNNNNGSESGDFEIGLDETGSDDEAAATGEKSITETTTADTTD
EGESLSNEITEATTELKDSDVCEDEVSHQQQMNNAKNSVQHDNGVDKETRAEPNNTEEASSNTPITSDEDSAPGYLYLNR
QRANTTGSLTTITASTSQSTLPESHSTHSMPSSFTTQLPFTPEVSSGRTIPNQCAICLCDYEKGDTVVVSCNKLCPHAFH
QECIVEWLAKMQEGTPCPCCRRTFVELDEYLPGNKNTNVATGTNVITSSQQSPEEAERLRQIRRRRHIELGLQRGRAFNA
SVISMW                                                                          
>Tpse_XP_002295073                                                              
MVDSLLTISLLLLIAGMAGIEGKGYHRTYYCSLRDEPTRTILRDELGLYHDTEDSVGEGRALRLLSTRQDEMDPPFVENG
YRFLSEITSIPDGTSSESSIQTDTNQHFAVKACNCFQWLVDKDPFCPADSTYCSSSINYYSNDYLIKCSRSTQLQSAARF
TWKYTYFIYAFVIAIVFCSRSGHLNNWIVEEILRNDTARRHQRNSALLSELNSRIREEGFVSGYRLKTKVFRCSCGEERG
GAGELEVADVENLPQSPIAENLTQQSVSTHIENDNTPQSHIDYDDSQMCSICILPLEHGDRIADLDCNHYYHSDCLSEWI
KTKQEGIAEEIRCYNLQSEDPNAVAADAFNVNAEVIIQH                                         
>Tpse_XP_002294951                                                              
MTSPTSPIDTRLAVFLMWSLFFVLFILVPLSIYPLKRFCVEDEDEEEYRERGASRGNNNGRGANGNDSNGNGGVYYQLLS
RERRREIDNLRTDLLQRYMKRFTVVLREEDLLLSEKLLLQHKLPFECVGERADKNDVCISSGSQKVGKDVEEGKESSDSD
VGIDIEMESTDESTSSEDKGDQPHDEENDSSLKHQRTNEEDVHHADKDADDEAHLETKATDVIVDIADDAAYTHVSIPFP
GYDRNGIHVSAFRSCNKSIAKTKKSRWFRRFARSRNETNASNNITSVDSATTAKYTKEVIPKASNTNKRTIPVSCAICLT
EYAPNDHLSYSSNESCTHAFHTDCITQWLVALGKRQCKMQRFSEVPNEKELVEFGLDCPCCRQEFCNRAVMMSGEDGWDD
EEVGLDGCRVHSSTHHPSRFNINQSTMITLLLIDVQKDFHPGGSLAIPTASSDAQRTAQFIRQNASSIHRIVATMDSHQK
LHIAHPCFWKNDKGEHPNPFTVISNEDVVTGKWIPRSDLKFPVVPHGVMMDDAVLATGGDVPEKLHGEAGSLDILQWCIE
YTKRLESKGRFQLCI                                                                 
>Tpse_XP_002294918                                                              
MTKSTSLLLLPLLLLLQTPSNVNATITLSTTGRQYHSRPASFGMPLEYGLQYVALLQYVEDDLHLCHGEKESYFYNAGGG
AEEEERGDWILGKDGHERKGVESNRSMLQYQSQPEQQSLQHPTNNTTTTPSSGEIHIIPSNGVPVALLAKRGHCTYETKA
RIASTVTSPHGTVRFVIVYNDDPEDGNSLITMMPSGGGKAGGHELWKDVGLVFVSYESGVDLHEYITSQPSYIHREGGPR
ILIDGEDRWFPSYSEPAAGLAMLLMLFGCVCSLSLFLSTTALGRNGSDGSDAVNEHNLFLLGPDGRARNANERGGAGNGR
SRRRGLRLLTMDEVETLPTMEYSSPESSPPRSSLELRDKSDMPFEDDEEDAGSGCGDHGADNDGLDSPRGGGLCESLLTS
CKKDFFDHNSCSICLDDYELGEQLRVLPCQHTFHFNCIAPWLTERSPTCPLCKAMFEAVRYEEEAAEGGDGVEDDAQDDN
ENASREVGDEQSVRTEQSEVLLTPLDEEPSIHRRRRRADGPLGRASRRTRRNERNLDERTAEEADEASPPLMEEPALGWR
GRLRGLFGTASTETANNPTNALEEPLLPNDEGSVV                                             
>Tpse_XP_002294097                                                              
MTASLFITRRRLITTAAVATLVLSVVNLMHTDDGYTERRWYSSSFTDGFGHTTTDEYYGGYEDEYSYTPLSRMLMTQFDD
SDEIFAIPSDEKLQSLAENTVDLPTISFDSTSSSTSSSVAPYSIHNALNAIPIYDNIFALLIYSPNEDAFITYYSQAHKW
IPGCHKLMTAVEMLCNSLRFMFPDMFNGDVGEDGKKGNELVLAVSSGDYPGISMNECVRSGRWPCFGGDAETATNSDNNG
VRGSNISNDIADLPPILQFGSSFSKPVIPTMIAMPMPQQDHMACYHDWSRHPELTLVGQGPICEYYKPKDVGNGNGVGLV
FADNSVTDVGGASEGGEVLTWDKLIPQVVWRGTDFSYLHKMQPWLRPPDFNTDVGSSSSTAYEVDVEEATRKMRSVYEEL
IPRWKGVVWTAEAELSAESDDLPWANIKFASFIYKGKKTPTSQGEVYQQFEMHGIPAVGEGMSLETLATYKYHIDIGGGG



GTTWSGTIEKLAMPGLLFHHQTPTKDYLHDILVPWVHYVPIKQDLSDLKEKYEWAESHPIQAQRIANRASSLALMFGTQR
GFKAMYNKFYLEPLQSVVNAYQPLPSGQDWREIIASVEPELRPILKCAGKYLLDLIWWLFFWLLLYECYRARHGQRVDGD
TAARILESETAATNLTLATRQELVQRSLSSKQIHREESVSVLSQILASRRRGRDEKGKDEDNPTMNTSTEAAQAEIPTHI
SNGSTCTSDVVLDSHVDKEDDDKDTNNYNDKEQSALPCQLRLHYPQPENDFPGECTICLDHFSPNDVIAWAKDTHCDKEV
ACNHIFHLDCLMPWLQLHNECPLCRSKLVHSVHTALPDIETAPDDS                                  
>Tpse_XP_002293805                                                              
MASEDDNNTASAVQQSAASATDAQEAQDVQQRLQEAPGMIKEDNDTHHTPAEPADDGNNEDDDAALAAMMAFQEEQDEGE
IQTALDNDDEDEIINDPNIAFLGDDEDDEVNNNDDGQQGEILHPNANNPAALALRARQALQNQQRAHHQIILQNQSLLRR
TIGYFTSMRYTPLSLMAAFVLIHYTLRTRQQFYLTVIYLQSSKLSYIVLGNAIIALAISTFSFVTHLFLDGGLRVNERDA
IGEHIRWDVTETCLALTIFRSELDVATAVMFLGLVIMKCLHWSVELRGGHLRMTEEVLVYPDHDDEDDVIHANETNDDAT
PVTGSNNSTNTQRKKLPWYKRLPHLRLTHIRFYALLQLLLLLDIFAVAHCALSVATDGPSVSILFGFEFAILMVSVLSAM
GMYHMHVIDGLMGFLHHVVEGEHHYCPVGGMAEGGPVEEGGETNTEEDADAIEENSGNQNESTDTTSPPTARPKTLAKTL
VERIANPWRDRRATLSFAIELMAQAAKFLFYIVFFAIVFTYYGMPINIFREVYVSFQQLRRRLMAFNNYRRLTHNMDKRF
ESIQDEEELDRLGHTCIICRDQMDLLGGCKKLPGCGHAFHTHCLREWLVQQQTCPTCRADIAANEARRKKELERESAAEV
LEATSETQETGVEGRDAAAMTTQSDDWSKNVGQAEYGCTKFKSSVFCCNGQRQFPLPLSCRISFGGACLSSSCISQCIWG
SSNVCIAISASKNYSSGTGDCVYFY                                                       
>Tpse_XP_002293342                                                              
MSSSPRVTRARRFALTSPAAMDVVVPSFAIGSSSSRRGGGGSSGRSRSTRTTRAAARSTNAADNDGEESLPPRRSARQAA
VDATARIAEASGRRRAARGTHAEGASKESPIVLDDSSDDEPPTVLPNQSSGSNNRDTKPSSLEEVTCPICLDNPPSPTQT
ATLNGCTHKFCFDCIDRWANTENRCPCCKARFREIRRMEPLPEGEVSASGRRRGKRKRRTAASSPNSRRRTNSNRSNEPA
AQVNVRTVQDRNQPSMSGLTINGAMIEQLLQSFSSIAGPAATNAGGSTIFRLGSSGREIVFNNDGGRPTIRIVRNAEAGG
GEEGGMMGVMEMYLTREGDAGGAGRGRVRFMSSAEAAATSGGGRMQTTAGDVARSRSASAGRASSPQRRSSLAAAATTPP
TRRASPGSGFPTRRTPWRGIDDPVLDNSPGVARGSAATASFYGGSRGVSRSDGSRAAAQERIHALIERRVAARRAAESAS
GSSPAAAVARGMESSPASFPSRSVDYGVRLATAASRRVRRSSPRVATASGDSMPRTRRSRSLRSAGASANDVIDLMNDEV
SV                                                                              
>Tpse_XP_002293063                                                              
MDINIVNTAKNNATNSTMNSSTSLKEDHSATVYLMKRMASTLPHIASILEGIVQDFAWDEDNMQTRSSDDCGAVNAYCNS
DGIAAMETFLEIGMAASVLGELFVPLVHTALKVLLPSTSSEEFGEEFAYEHPSKSDNEDQEVTLVPSDESKSTKNEKKCG
LAFSTPDYNHARLDYVITQFDIARLQRTASRRLHVDSIHHLPTIIYHANDELNPTCEDYNGYHENAPLIEDYFGSAIERS
ESAECNRARDESPQVWSWMVVPQDYPKEGEVTRMSNSFLQGKSRNVPESISICSPTHPTKRAPDDESSRHCVICQEPFQG
GDCLRVLPCQHLFHCGCENNARWLAGEDDGSGCIMCEKTVAIMASSSSHAISCEDSEHEPHGESYQSDGSVPSWAFARLG
SILSSVNDA                                                                       
>Tpse_XP_002292992                                                              
MVRRRLDGLFHSTNNDNLGVTSTFATPGLTDSLSFDSTEDNHKDSPITSTETVAFEGRHCDCADHLPGDKDYYCPEFTDH
CQVWTSYNRDYRVSCYNESWKVYYSRYIWYYLVFWFTLLGAALFLSGPGQNAIKYLLSKCFPRMNVWITDQILLMETDWR
TRLEEEITYAMHLNRRTEGWVSGYKLKTKLYSEPRHDNSDEEAREQHSNDSKSVDDIDHMCTICLLEIERGDRIADVKCG
HCYHAECLSEWILKREPNVAEELRSFETDEDFTPSRRENSNSQPFRTRLKRRWNAMLLNIATGRRGEDHRHNINHPLLFR
D                                                                               
>Tpse_XP_002292962                                                              
MSSSYESDDDGSAINSNEMRDQNRSPSNQSDDERNSCNCNHLQNTLNGGVASATKDAATAGSAAAATGDGKNDATNDGSE
GSGDDDDDDEKAGSNSGEGRSIQSSTSTTDHHIDANGLFDDHDTEGIARTATRSALDRVGAASSTEVVSAAALLNNSYEE
LSSSYSQLIHNQNLINARVTQGNSGLIHPASASAALTSSTFGGLGSSSLYRSPMDIAGQIQDFTTTSLCGGQEPTIEPLL
GENAGLGGHDHLLLATSMLRSRERLEENSPERTFQRFLGTPPSSSAAASSTARMESSSEVAQATVAAAEHRTSALNDQLH
SWLSSAGVGSGIARGISSGVTGGLSGFGSSAVTTTAPGGIAVGAGCGSNTVEDSIAETISTAIGGAIANGLSSQQNNLNN
LQISLTNLQNTPNNTAADAASFDLSANLSAALVNWNTITSVTDNSRRRNRLLQHMELVGESNTDDNPISVTREIQRALHD
HYMEGLRVGVGAAISNGEGATLGALTANGGSNDAIIRELQQHLSNLQGGTPRPLGLLSEDVAAGGMGAPVSNRLLRAARG
VGMSSLPPPPFLTAEETAYARAFARRNEPISSIFGRYTFGGNQGDEDNSGSPGREEVDADSIGTEDSQSYSESDDSDCPP
PLEPLPVSTSVTAETGYSEFARNAMEEIEQRLIENARRDNQAISTTATASLTNHSESERRERWHQVERDTAASVNVDGNV
TDDRKPSAIPTSEYTNSNTKRPHSSSEHEKRRSRDDGDLKPEAIDPATVTCCICLDIPTHEELSSINGCSHPFCFTCIEK
WADRENTCPLCKARFLKIEKVNRPKKRKNDAAGSESDGKVRSSKRVRNRDQRSDINFINPLQGLFASMEANGTWPTHIAQ
LLFSGLGASQNRRNRNFQYTMPRQTASRSARQAALGAIAGPPPPFSTGAHELFNSFMSSTAPHPMRTTTTTTTETPWSTS
ASVHVTLGAQGFAADSSRASATAAPVRHPTSILRNPFTSVVDVPGRAEEEEILSTLSPSSYIQRMHRELELSSNTERFQF
APPPAAAAASSRNSTGDLAGRSAETALEIDDSDSDDDDVVEVLAVEAMM                               
>Tpse_XP_002291649                                                              
MPAQGDIGTADEEEIHRLLQFQQEQEEHPHDDAHQSNADDDINIRELAQQQQIALDGINAIVDNQQSLQQTLAANPTARG
DYNKQSVEMVHNNAVMHAIQNAMSAQKGRSDFFVEGGVGRELVDVDVKSDGSLEEKKGGGWEAVVAHQLSKSSTARLKNN
DVPSPTKDTLSTGSYWLEDMTKDAWSNIREHYKEQYSVLQRIRAQSPSLRSVDSSDNKGRATVGHSFSRFFSPWQWGQPD
QEHIHGDEEFGMRREKSITVMNTSGRFKSMSGNNSEVHPVFSFLSRLIDPSLTRPLFSSKDGNDATDEGRVGDENGERTA
SSMDYSAITDVVDKILTSTPRLLAIANLLLALTYLLHTAVADIFLGTVGTTRNAANPAPATGTWRGATGPVDQGGAVNTN
NADANRATLVLEEQTRRQRRIGRERLGGYLLFKLLLVSAVVEPDTLDLLILLSWYTLLSFLRSLGHVAGSTIHQAAQSGQ
PPRQGALRLLLLVLLCNTCAALGCVLLFHDSGWNMLLLLTCDCVLLAADVFAHLSRHVAAIIEDRHRRRIAELEERQAKL
HMMRREMASDDIVAASDDDEEFVPFEVESRQVVREVEAMEAKHSRRLAVLDKAVFSLELFALFLTAIHFVHIWALHGASF



GLVDGILALHLHSTLSSAGRKIAERRNLNRISRELDQTFNDASDLDIRKASLNCDVCCICLAAMTSGNVKKVACGHLFHT
HCLREVVDRARTIQLAKCPLCRASLVSGMQPSLPREERSGNTTNETTDGNSVEVNGNEQAQQQHQVGAPNPLQPAMPVER
SLFRFSTANILPAWLPVPDFAFEVVRRETPESAEPNANPNGGGLQRFLRRGGEIEPNIANVDQANEQSPPAEEQPSFWRR
LLTLAGAIPMTPEEEAAALEQLVDMFPQYDRGDLSRELRARGSAEAVVESVLLGVFSGTPRGGVED              
>Tpse_XP_002291449                                                              
MSEARDSPAATRVEPSIAADDSHLKLDYRLRRWLVRFGNPALGTYGGGIVTLHPRSSRRRRLLMGDYVEEGSNEGVDDSD
DDDGISSDESSCDSYSSCSSCEAATQSNNDKTKHTTQQRMERIAIMTNVPPHQVPDGVLNLVRGHRPFIEHVRIVIGSSR
SEEADKRRERRKRRQLAIVAQREQQSKGELVRRRSQTWTCENEEEAGSKSLGASMSAVSIGGTFDNQSSMTSSEHLTRDS
RSSSLDVLTPLYQKGPAVDTSGFGEEKSEFGDKDEDDEEKKYHLLFVLDSEASAESFVSDLHHRPFTTLDESETCSVYHA
LHVEGEAGVNLLGPFFASSTTSSNHQSTTIAEDTSAEHQCPVCLEKMTLPSVTSTSDSAAASSSILTTVCNHSFHIDCLA
RWQDSPCPVCRYDHSGLNDTLSQCHVCSTTVRNYVCLICGVISCATGPSSSSHNAAVETDNPLAAQPSQRGHALRHYEES
LHAYALDTETQHVWDFAGGGYVHRLIQNAEDGKIVEGADPRLVDEERFLHQNDDEDDEAVHRKLEGYAGQYYTLLKSQLE
QQRIFYEGKLESIRREYGHESSGRESQSTSDLISALKQERNQLEQRCSTLRRKHRKVNDDVMFLKDMNESLENDKVAFRK
QIGEAQAELATAKKMTQQMLSPMEGKVHELMLQLTGDDS                                         
>Tpse_XP_002290701                                                              
MVYHRNRHSRRDRGDGNNVNESPSQSTYTDWSAIPGLSVRDHKPASYDSDNHWSYIQGLSREQSSSADTSSNTSRNISTD
SDEMFHWSGDKIALAVIIPTVLIVLIGIAFRHCYVANKRHAELYERRQSIRAAQRAQTREERREADRKRKERVKDVEAAL
VSSTASKCKCKKHSSRKKTWSLDFTMHTNNTEEMSISSSSDIENQVLEEDTKFSETINNALSASDKDISEVEAFAQLCAI
CLEPYAAGKEKVSWSKHQVCTHAFHKKCIESWLNESTRDGSCPCCRGPYLKQKVLEEIVEVEENVQSLGVESGDAGEDTG
ETTTTSEESNNNDDDEEDVGSGDNVSTATDEDTTAATMIEEQGSATTTATTAKEPEFSSFCIIHGLIKDEKLSTDNDINS
IDEYHACRKLKRGAEVIGGVGTEGWEQG                                                    
>Tpse_XP_002290665                                                              
MPRRNNREEEAVIDLASSSFDDEEDVVKIGEDTLLDGNSPNERRTQLRYNTHAAASSSAHRRDTTTSSSSSTATTNNTRR
RQWSCSRCTLLNPNDQSICSACDHYNNDHNRSIPQRRNYSGSGMDESVYNDDDDDVVVVDVRSRRRVRTNAMMSGTSNRT
SQQQHTASSNRSFEPSQLMGGGALMGGFLGAASSYASGTGVARGAMSGAVSGAVVAYGASRGGSSSSSAAAASASAAAAS
NGGWGRPRGNQHSNSMAAMGYVFRGDNNSNNNVNHILNQYLQSMGHSGFGGGGGYGGRGGENVDSMSYERLLEVFGDGNE
NRNLAATPSAISSLPFSKIDDPTKLPADKRECCICLEEFKTGDERTTLPCLHGFHRLCVTRWLGSNGTCPVCKTAVGGVG
SS                                                                              
>Tpse_XP_002290085                                                              
MDTQDKDSPLDRYEVKEILCMRCGALQPAGDKCVNTECESRGKPFARYTCKICNFYDDSPNKAIYHCPFCNVCRSGQGLG
IDYRHCMRCNACVSLTDDHNCIPQRLQGNCPICHETMFESTEPLRGLKCGHVMHLPCFTMYMRGQNYTCPLCKKSADDMK
EYFALLDSAVRMQPMPPAYAATTSNIYCQDCGKMGNVSYHFVGLKCGHCESYNTRELQRVDANIMASLWQGY        
>Tpse_XP_002289671                                                              
MGDGELHSFAGVVPRYPTTRREEMEDEGGQVDALGSNVDHILRGPDDEADRSPLHSLVATATSNRDRWTVLLWLNDSLDN
LQHTSLWLDFGPRSVPTTHITSEMRVLVAIFALVYTTAVDASGFSKICPLSSSPAVELEYDAAGLFKVVVDEDGTNLLVV
GGRDLSGDKRTVQVGKQSINGNRYTMLRGTEQKRLQNTSTKYMARHCPCDATGNVYCLLDGIRSSVPDTCGIPATENTFT
ISERPDDDSSPSESPAISCFELESQTVFVRNAWPVVVLWYGALFIFLLATENGKNARMFALNKLCPKLRINERLRAAAVR
AANLADGPGRYLVRMRGMRVPGRLYRSSNPQEVTAEEEQEEATRRWIEQAEALGILNDREVAASSYGPRPQVEYVLKTRT
FNAKKERARRASRRLKASVDGVESVGLCGVCNDDEQLPSTEENNNPTTPTKKSTSREPSTPETVASCDDRDDQSVSSEIN
ESNDSTTEHMQDIGSPLCQSNEEVSRVEEDDQEEDETFDCTICLTEVSDGDCVGVLKCSHIFHVDCLHQWIKRRNVCPLC
QVVEIATPRPVEVALQSLETDSSAVASGNTETENTDSNAAPWYLRPFFTTTSEISDNNASLHRTTSGSIMILPPPHRRMR
DSNRYRQRRSDRRSDFW                                                               
>Tpse_XP_002289009                                                              
ASNVSLMCIGWQTVLDAILCIAHIFLCLVMQPLFTAFASVAFFKLLIFCVIEMKYMALIIQARNNTNNPGHTQDDLRRQI
TMLHFRFYAAMFFILVLYSFWIPQIVLNIITESRKPMHPYYIYGMSFTRLVAPLYVFAVQKNFLKEVNPDPNMCKMLFVW
VIIQTAVLIGQGKFGTRFMIPQRFLPPKFDYSQVVVPDAPTLDCVICYNEIDVNDRAGYMLAPCDHIFHRQCLEQWMEVK
MECPICRCNLP                                                                     
>Tpse_XP_002288847                                                              
MAVGKDENHTEVKCLICQFPYEDEEELRRLPCSHCFHKECVDSWLSTKDTCALCRKSIVPEK                  
>Tpse_XP_002287663                                                              
MRKKEAEERAEKEALKKASNNTTGTISEGLYHDSVMSKSINATTTDEDYLKKLIGLQVKRTPSRKNLGPGPSHAKTTSQA
GHGDGGGGGGLLPLMLMMISCTIFRLCLSSAIERFAEDHPEVSLPEEEPSESEDERGGGRSRGGFSSFMTNISGGREAVR
LRRRARAARAQRQFQAFVDRLNIQREQNGERQISAESLRLVVSSRDFTGNDYDRLWQFNEENGPAVGSFFSSIGATDAEI
NRCPSRTLEVGDDLLRPRTQQQQADGANDEHRCSVCLEQYQVGDVVRTIPCFHSFHASCIDPWMREKAECPVCKHSAIG 
>Tpse_XP_002287328                                                              
MQKDPDDSRPLHGLRGFSHVINSARRLSTVAMDIDGTNATSASTLFDNTNTTIIVVQEPPITSNIPPSNEAASAPSTEHS
FLLPLLLFLMFLPFIAAAVAQTIYCFKKRQRDRIERELSAMNAHPNGRRLILDVLFKENSRPVTEEECSPKKKRVLVKKR
RKKTPHEQRGSEGIDRSASMDDEEGGVAIDGSIGRKRPSILSGAWWGEERVTSLSDSRIMGDSDDDEGSKTCDESEDHLV
IYIPSPQTTLVGYSSDPVGMTVGEGNMSATNHARHCFNTKSADVIDDVASTKEECSVINEDERTEVVDDTTTATNTSRDD
SIIQDVQSSEDNVGNDSPLKSDDYYISNANKTRDFELEGDSEGIGREEPIAPCAIFSEPRVTQPPGEMINRVCSTTDSLN
TTTKTVQEGPVGVLSRDTDQPTFGLILPDLSTLDDTGDAEKTPAAELVRISRPPSIFRMASLDVTPREMEIKPSSSTVTE
AASNIADDSFVQSDAKASTIAGDVTATDILPSHIHDNSINERSNTSNLGGPSQLNPVPSSVTDASSISYFSYEDVSLEDE



EAEICAVCLSSYEEGDIRIFSKHCSHVFHKECVFEWLVLGHNECPCCRADMVTKDEIKETSKTLIGSESLAQAMQSGMVE
APPLARGHRLTRQMLARARAARRQSARFVDSRRLSTNGGTSPIQTTPASPSTPVASNTNTHYNDWLWATRFEANTISGSQ
PLASRSSDAISDPRQTDNQSEAVDEHHHSTAGALHSSTSLHDNWTSPSHRNTSRSQSGAHARQVTLTPFSNRHPHWQRTN
RRDLSPPLIEIQPRPAMSLSTSATSNAP                                                    
>Tpse_XP_002287178                                                              
MFARMWLRPRRHGHEQVSQQEGGDGPVIVVINGSDAVTSSNDGSSGAAANDDNEPSDAEQQRSQDEISPSNSNVSDDANN
SNASSPTQDIVQHPHPITHPFLTSQIQTERHIRYRRQSTCTLLMLFFLVRLWIEAIIEKDVGLLFLSAMGTTWTYRWWNL
RREEEEEFDRQIVENENGNNTSNGNAVGNGSGRDLAMNFDPDLGLMSFQAQMALAILESQQQMFENGGYGGNDRSDVHAG
PGVSGEAKQKWKKFEWGDGDDLEVKKLTSGETAALSSEGTAGTTLSRPCSSTTIQRVGSNGSNYGSVSTAPTELEEDDEI
NVGMEVSNCNTTTKACPSSPSKLEDGLLLSDDEEPSCSICLCEYEKGDAVTRLPCHHIYHKSCLDSWTTNHVRCPLCNYD
LMEGFDPPAIQAGQQQPRNGASVVGRLIRARRSSTSRRRLANVLAAMEDSIV                            
>Tpse_XP_002286469                                                              
MVLYIGFCFYYQKIHKARRSVGDSLRGVATTGITDERRRHIRDANQAVLDESSDATTRARRDAEALVKLEARKKKIREAL
SSRLIVDDDEVEIGEERMEDGELGKKTMTSIQEEDKKMDTDDTTGGGESQNFDDSPGNTAADVTLSSSNETITAPATGGS
AHRSSSSSCMEIKKYTDAIQASLSPSNCSSRGKNFAANCSNYSFINSSTNENSNGNATNASKKSLSNIIQIHGEECNICL
CYFQVGDRAAWSSKRTSCRHAFHEECISRWLLVRDGCPICRRSYLEEEDDNGSDPSAVGGSAERVVDSHEIDLERGHGVS
TSSSAATPNVVIAVEE                                                                
>Tpse_XP_002296213                                                              
MADAANSCTKALINEFEPNPIGTDPSSMNIEILCADSDKGVGTSFSAWLLSIESDPGGSEGTVDSASQIIGTFDSNGLLV
VQVPDLENPSFTLVLVETFTGTATSTDIDTNNDGTVDDTSTFGTIYDAIGITDVADITEPVYGKQLGGIDVPHTGDEPRL
VFRDGSDPEIAIYAVNDPDNNEIKAYTKGTLISLAPSDFPGDTPLVASFGTVNPTHGLNQPTPAPVPPQVTKIHEIQGDG
DVTPMDGSVVIVEAIVVGDFQNNDSDERRNLGGFFLQEEDADADSNPATSEGIFVYDGSFGVDVNPGDLVSVTGTVGERF
GETQLSSLTEVTIVSSGNSLPTPAAISFPASTITMSQGGDFQPDLEAYEGMIVTFVDTLTIAEMYQLARFNEITLVQGER
PFQYTQKNIPDVSGYAAHEKEVGARRIKYDDGLSIQNALICNLDGFSDGGKCDPGSFNTTSNIRMGDTINGLTGVLYYKW
AGNSASGSTWRVTSISDNSVNFDKANNRPDGPPSVGGVYKLVSANVLNFFPTLDDGSKTANGQSPRGADNADELSRQQAK
LVKALLEMDADIIGLLELENDFLPGSSGNAVEFLVNEMNTVAGNGKYAWINPGSQFIDTSDAISSGFIYKSSSFEAIVGS
VGILRDDSLAGLGMSGPIFDGVTTNRATIAVSFKPVKQPCITVALNHFKSKGGSGTGNNADNSDGVGNYNGMRVLAAQAV
TSWLNTEPTGISCKQTAIIGDLNSYAKEDPIRYIEGVGYTDVERKFNGENAYSYVFDGQIGTLDYVLVNPLLLNNVRGAA
TWSINSDEPTALDYNTDFGKDTLIFDASVPYRFSDHDAIIVGIGFSLTDLFERCLDVISDNIPEISKKSKASKEVKTAYK
KMQEVYDDVVDAKEKAVEKQDIYKAIEMVLQASSDKLECDVAPQVVCNSLTELVQALLDLTCMLPRCLRVERVVWPLSSA
PAPATSQTPQQAVVLYTTSIVHGHRDGTKEQSQMVCTSQSIAHTEVCIRRLLFICISAILFLQANGKQAHATDEPSVRVH
ASNYKGIKQIIEDHRREQQQTQPQQTRQSYQLKSHQPRHQNRLPAQPIHKSILARRKSTVLRVGDIDDTASVHGDLQTTD
TSLRQPGRKAAVVETSETNQSTSAESNGTELEATEDASFTTVDVESQHNYSSIESSANTSEEGQQQSTQKEHHKWTPPEP
PSPLLVSPWWVRITEEPGNDSFNFPPASRRATSSVVFTYKPDEDGEVRDLVGRDESIAKNSTNMSQPNEQHSPQSQADTA
GEEYMIISGGYTDHDWRTFPVYAFPITSSIRTESGEWIELSPTSSELSNNHSDSFCMSQDGAVSRDRLYQQATYLKAHDV
DSSDYEDPWEHASPCPPTGRMGHSSVIHNDNLYVFGGLIYDEEQAPAGSSKESFRLEDVPYVYRLDLQEMFEARKVTNKR
RRAEDYNLVEDATTIMGSIDSMTEERLSSETEAAPSSRKVKGWQRIIPRVKPFPTSNGMPPSAASEVLLKSVNRGEMQGG
LWKSKGETDKFVMYGGLRIAQVDYDAHGPHCAPSKVVKGSSHTVGIGESSQVRSHKIVELPLGDVWAYDLELDAWEKITN
DYGRAISDVDAVDNAETSTAEGKEASNDDDSSWWADLDASLFPRPRTAHAATVVGDELIIHGGMGWNERTNDWDGGTDWK
TLEDMWIFNLSTRTWKRRWLIPLLLRSYHSLVGWNVEDSLLGADKGIQNLTSWTGPVVAAFGGYTTGIDVFSGEEVAYVF
DDVLVSYPPPLIDEDDLGFLVDSPWLKASMPEYRDGDVMISNRFEHAAVVSKEGVMVVWGGQFQDTSNLKGVWAINLGGR
DSQVSLVMAESDGIYDEYDATITALHTFVIMMMFMSMSLTLILGMTQRYNELLQQANADAEIAGMAFAARDVGGDAPSAH
RARGRGLHPEIIATLPEKIYSSSESDRGEDGTVDDEDKDDCCPICLVEYEDGDELRVLPCNHYMHKVCVDAWLGNNPSCP
SCRYSLSELVDDRPMLQLRTLRSRISTQSSALARFISAHDNGMFFLPGSSEMETGDTSNGIELVADFGDGSGPRRSVIDL
RYISSLALTEEDDEGNSTAARGVAAENSFSEMGQIASPGGRIRRSQRDRASRLAGLRQNVSRIRRSRRRPRDGSTIIPLN
DPEEEENGNSLV                                                                    
>Tpse_XP_002295975                                                              
MASDYSNIPPMHGDGNHDGSGEVWRDASSSRAALGDAAVDGSAAEEVVHDSAAADTTSAQEPSDETVETPPADGDIVQRD
GSTGTATVVEEPMEMGDNSQLDIHGGEGQVQSSPNNTVNSTEEETPSKASETEEALRIKRQQLLNSFLDNLQRYEANQTL
LDAIEGQYEDGNGNFMTVPPHIGRAIRDRSLGTIVCAYEKEREEKGGVEGIKTTVDDTGPLSLEDLSLSLFAPGMKFRGH
IRIPGINNNSEAAKNDTYELVVIKRGVDLLGNEFLLARHSAYEDEQCVHIKLKISVEECDERSLPVLRAEYGDGETVCKG
YWNVQQHRLEGNVRQRVQVNDGVFHTSDAVTHVFTLYPCTNEFPLGRDGAKEEDSKDNARGMGNGCEETRHDEVAGAIGG
TDEAKSPPSLSSFEADLLSLETRAIISCRRQTHYDRRQLILGINQFYSSMNIGRFELPQLQLLLSAFSNHRDNVFQQDEK
LGLLFQLRDVKWKELLAAISMHAEEIVAEFRRRASLLDETCFETNLDRDLFIRAFVKKANMGFGSAHEEMNECEMLSKNI
GSLIFAFDNSMTTSTGLYRVNVMRHRFRANYNCFESAYRRAEARLSLSELAKYEATRSSLQLAMEGVSNEDDATCAICQS
SLLESEDGEEKDEKTFVVLPCKHGFHRHCAKQWLHDHSSCPVCRSDLTSVEELPLDSGEESFMY                
>Tpse_XP_002295746                                                              
MPQAAINISPLDDRRPKPSHLLTMPSRTYCSSCMESYPPQADNICLTCGDEMTTPPSTADGDGDATQPSGAAPSFRHDEV
ALALLASSMRGNTGMDVSTLMPLVNQLHGNAVRGGGATNGAGDISDLAAILPPDALNPQAGSSRHRPVSQKVLDGMKRTV
LTSQSAELFEAQICLFDQCKFADISRHKSDGVALTLNAVPGEFGPLSSHPTNDDEQSTNAATSFQSTPRTAALVVCSPRT
TKGGLSPDTLSEIESLRQHRMPFVAYVQRGDGVTFVQKAITCQRAGQADADEKSHCIGVIVGNTASGSGEVWPYTMQDTQ
NEAETLGLTIPAVMIRRDDGARLVQWAAKVPKEEKPHRYTPCQMQIHSKDSHSHTCPVCTDSYVPGATIVRLPLCGHVFH



ESCALLWLTKHNTCMYCRREMPTDDAEYEMDRRRREANGSGDGNATDSEINGQHFYG                       
>Tpse_XP_002295672                                                              
MNSSIDNDGVNSNNSNNRNDTNNRKRKAPGNTSHNSTMEEEANNTIFAMNNNDGDGHSTSSMEREHPNNDNLNSTNNDEG
EPSPSSSLTHDVTLCPRCNHHVPTANIVVHDVNCGRTRNEERRAMQMHHQLDQFNQQREQPINNTLVHSLSSTNAVANNE
SANQSADVAIIGDTNDTTPPSPSSATATASFVGNIRPPLPPQSRPDSDTTAQSSVAARTTSQTPVSDDMINQNLHEEGQW
SCPRCTLINQSGVGYCDACLLPRPGGSSLTLNVPSASGGVDSNDTDHRPPDRVRRSRLVAAPLEEGWVNVSRSSTDRGNG
DNGTSTRSISSNTNNNTIANDNNSNNNAETPPTFQQRMTTTYRIFNGALNGAMIGSVFGGLPGLCMGGIAGAAGAALADR
VRSRNEDIGRREMEQLLRDGNTYSGGGDSMGSYGGRMWMGGGTTGTNRVLRVRYGNNLNGNSQGRLDGRRTTTTRGNQPT
RNGDAERELLEMLIRMSYANNNFAPTMGNNVLIQPEMSYEELLERFGLGNDNRGASEEVINSYPVEVVGDGDNEEGVECV
LEKESKKLKSDDEATSMLSKPTDSKVDYGTCGICLEDYQKGELKKTLGCPNHPHAFHKGCIDQWLSRVASCPICKAEVGM
YHHDSSCGAATTK                                                                   
>Tpse_XP_002296780                                                              
MVLRMGLFRLPSFRSSDDAASSNVTADGENNNNNNNNIPSRQPRLSTLLSRSTAPRHQRQQDRNNRPNDETVAQLRQRQM
QQDRAFRAAARTSLRQGDSMRVGRQRGWWPGESEDVRKKRADLKFRAMEDLREETFVVTEDNLEWTFDEDDENYTAQEQR
VEDNEDNDGLIQQVIENSNNAITNNTDNIRSISSSTNDSESPKQRPSSPEAEEDDDDDDDIHTQIMIEPKCYLILPPTIT
KQFPTHINNGRTENECAICFSEYDVGDVVICSKYCCHAFHQECVLDWFSQDKTKCPSCRSKFWEPRGDKVKKRSGGVLGG
SGDNGRVGDEGEERENTSNANRERGDTTDTADMTMSDPSTNGGSSFDSEGSSTALAPVVEDSAVVEEVTSGLSALAVGN 
>Tpse_XP_002296672                                                              
MELTMPRHHVTSVLKVVLRVDDDELIMKSTARKDLTLLLQLQWLLLLLILTSATSLTNAMIYLEEPQGAILYDGLPSAPS
YWELINTTASSSGSGDGGYAVEGVEEGGGIGNGTDSSGQGSVVGEGESNVTAEVYRVATPDHYLILYVDDGYPIGAMTPS
LSLAPTTSLADVNATGVGNVTSSNATASESAVNATNSNTVDTTTNTTNATSLFGRRIASSTTPTVSSVPSLHSSSPPSSL
HSLSSIPTIQSTPQPTTSPHPTPPSITGEYTPHLNNHHPYFPSPSDDISTNSTDDIFVSEATLYQNTFHYFNDTQLITHD
PQYVYYDSKQARFGQDLGPRGNSEFVNLMLPPRWRLEGLDGVGSGEEDEGGVGEEGGLGGGNGGSLAPSRAPSTGGGLRK
VQSVDELLGLDGENGASPSLPSSTPSVQIIMINQTTNGTKTNSTDEDDTSLANSSNFVHETSISDYFCLEDFIQWRTQQR
ICSGMTNGTASDANVTAVTNVSSEELQLDPCPLNISELFLADASSPPSPSINPHAIASTRPLTIMASRGRCSFESKAQMA
MALNQMFAAAGKSNRIDNVIVYNNGTDDDEEEDAEEKLIDMSLIQQVWKQENDWNVESSSPADDAEYTTHFTVGMLYVTT
TSGEDMMHRIIDRENATGRSPHLDVSSLFLGEILSERRQRTVDGSTKDDGEHDDSLDPEVEAIHDPDVTHGWFFPATLTR
FCLACGLEKNYGFSTPVLDTGDVELDSNEGEWNNNGPILFPPKDNEHLDDRIEGYYNGQYVTRPWVESVRKLMIAILVIL
LVGPLVLAVKRWHSVGGTVRVARDEDGTRHLRLIAPNLEVFFNGVPGAVEENGTKLDRRQVFALPEVEFVGATDNGSIVN
IVSEDSDSGGFTTGGDNANDTPNSYDSSMDNSTTMEAASGDLSDDLESSTSAPSPPIPTSYINDCVESGRFISSTCCSIC
LDEFVHGERIRLLPRCNHAFHTECILPWLTERQGCCPMCKSPVLPDEYQRNRRSRTDTRGDHR                 
>Tpse_XP_002296486                                                              
MASNGGDSAASCPICFASSDDDDEEVARVTYAKTKKCGHVFCLACIQQVLQKPSVQMHNDPTNQQDEESIYLEFPTWGRC
PMCRTATSLFDLLDASDESSYVVPKNRNVSSWAMIAGSVYEQRQLGRSSSEEMEPMMLEVINRLGATSGYGLKFYFEDVV
PSLTFPSPQEVSSTNFNDYHFHEESMTFYGCIRFDPPLKEKESSRTNTSMTFVELNCGLQFSDNGQYIRRGVLSWKYEPT
SSEMYPLDGRGISLIALEKDIPLLLTKTTALGLNGQRTAQLKLKNASGKCARNKYFPEQ                     
>Tpse_XP_002296467                                                              
MTSFDEWFQPPFSIFFLWAVFLAILILCRPFKLLLTKILKLFGLTCCLDNGRADASSNDHDWTTPSGGEYYGHMSADRKQ
EIDNLRSVALLRRLSNFTMTLTNDSMTMCNSERDEKSPDQIVTPESNNTDEAPRDDEDGDAKDLEWGNEENETKHEIGEN
SGNYTHVLVPAPGHDVDGNDAADYKANSTEKTKKRKHGLFTTRRAKDDTQNTTTELESSNKQMKTRAAPIFCAVCLMEYE
TSERVCWSSNSECTHVFHEDCILQWLTSLGKTKSKRQWFPQEPSERSLLCYELECPCCRQDFIAKYVCAGTRGDENV   
>Tpse_XP_002291962                                                              
CNHYERKCHIVSPCCGATFGCRICHDDFGPPEHHNVDRFAIREVICRECFTRQNSKTNFCISCHAQFGEYHCAICNLWMS
NEERPYHCPDCGFCRVGGGENFRHCQDCGMCIDKQLYKDHNCKVGKYMSNCPVCQEDLFSSRDASHELPCGHAIHWHCFR
ELASHDSRCPCCKKTAETHERMKPTWDAIAMGIALQPVPPELAKVVIIKCNDCEVSQEDRSWHFLGVQCRQCESFNTVVE
>Tpse_XP_002291867                                                              
MSNRQDAITALASPARPLCQFFVRTGSCRNDSSCRWSHNIGSLSRDEALKTIPCPHFAKGCCRFGDNCELKHDEADISSI
CGEAASENDDAICNICLENPTKLKRQFGILSCCNHVFCHKCLMEWRTEGSEEVSSRRVCPTCRETSDYVVPSYVLAKNDT
EKQQIIRTYKERLAAIPCRKFDGILGSCAFGKDCFYQHLDGDGKDVKSHDKTMQELYEERERQRSSRRGGWVDVDMLNEM
FMMLAAMRNRRRVHGRGDRDDSDEDEDQDDYGMMIPPFDILRALGEGSTDEDGGMDLEFMVNVLANAFRGTGRDDDSD  
>Tpse_XP_002289978                                                              
CGHYQRNCSIVSPCCGLVFGCRICHDDKEESHHNIDRFLIKEVICRECFTRQSSKTNNCISCGVQFGVYHCSTCNLWMSA
DEDPYHCQKCGFCRVGGRENFTHCEDCGMCIDSLLFDDHNCKSGKYMSNCPVCQEDLFSSRMASHEMPCGHAIHWHCFRE
LTSFDTRCPVCKKTAETHDQMEHTWSAMAMGIALQPVPPDMARVVDIICNDCEEKGDNLRWHFLGVQCLNCTSFNTSIE 
>Tpse_XP_002289673                                                              
EEEVVACVHYERKCNVVAPCCGGVFGCRVCHDEMSSACGPMDRFGIKEIVCKECNTRQSSATNECNKCGVTFAEYRCPKC
NIWMALNKHPFHCEECGFCRVGGRANFRHCAQCCMCISTNVYDTHNCMKDKYKNNCPVCREDMFSSRQSPQDSPCGHAIH
AHCFRNLAGFDYRCPICKKTVVSRTSMSAAWQARARDIEMQPMPEDLARVVNIMCNDCEMKSLNCNWHFLGVRCPSEGCG
SFNTVV                                                                          
>Pinf_XP_002899818                                                              
MPNGLATGTPVEVDEHTTDLWSEFADSGVECELCNEPYDDDDSDEGHIPRLLTCGHTYCQSCLDGWATHTGSQTGELECP
TCRRVTRLEGSAGARALPKNYELVRARQEMEAQTQVQLRKLKEMWTTQVKEKEQLAREAEEHARTAQRESVQASQKAMFL



AKQVEINEQEKRRAQELAEEARHRALVASQQAEVLQAETENLKRQLQNDAAQLARVQLDASSAAAVAKELHSKAEQLQQQ
VDCVRAQLSLHAGRHDPSKLVVLVCEPTTVGSWLLPYTRYAVISIASDTSKGAQAIDPYQAAKTWTRLRQVEEPSSSVKV
YRRYSDFVWLQRELQRQFPFELVPCVPGKQLFFNKEKEFVGERMRLLQAFLRGVLRQPLLAVTEEVRAFLLSTTEELESL
RRATYSYYSGVEDDDLHSVDEDSPNDEVDSRSSSPPVSTSKDSTMSKRSSSWSAWGAVSAITSSAAKLVTTTGTALTGIG
SKTGTAGLPEDPEVELSRSFFESEGQDAATRGCIERRRRYIDVARSYQSTAQKGGQLSRASRLQSHHLHRMCELLHDMNK
LDQDHARRRRQRLAASEDIKSRQDDEDDDMETRAFDERASDVFSAISLNTKNDADCMEYALLEVVRMQTLELGGIEDAFA
RVRRREEALQAQQELNASSSTSLTDGASLSALSLKREELVAHRRELNDKVAALDPGRSRFVLQVLCKNTSEMHKLAKSKR
KLFQASQQQLVGVQR                                                                 
>Pinf_XP_002908460                                                              
MSRLVPYRTKLSEEVAAHIEQTLNTTMYLVQTTGPTSYVIQEQNCDKKYKVLIGSIQTCSCGTADICIHILFVMLKVLRV
PPTTPIVWQKSLLDSEIETLLRGGYREKSRSERKPYTKKRKEIVASKEPDDVDVDRHELVEGEVCAICQEDMDDNQPLTF
CRTGCGNNFHIECMKVFGESRRQSKENIICPLCRQDWGGEALTALRKAIEAANRAPNVHKGASCRKCKTKPIRCERYRCV
QCKNVDLCARCFKSNVHLNHAFVMKPNVPDPWVPALRENQPLVALNSDLIRDLESRELSTNDYDVLLQLDHKEHPIQDYL
LKVISGTKVSAESAKTFGAPGATCSLCAQSLNIKAALRSTLCGVRTIVHHVFHESCLARSILSQVYVCPFPGCDHALLPG
LLYLQQKHEKSKN                                                                   
>Pinf_XP_002908211                                                              
MKHPCSHIFHVDCITSFERFLRTNQHVCPLCRKQDYQKRCTTISSAFHREHSAKRIQFYSSGKGDSVRRRRFFANRVRRT
TDRLVTAMSKRDDSVDVLLKEFDKSLRVSRHVFQDCFPETKTGLMLPEGDDWLATFKKVRRNANARDDRECAICINGFSS
SMEGVLLLSCSHAFHSQCLSAFEDFSIYEVSLCPVCRASYRSHTWLHLAHLKQRQRCLRT                    
>Pinf_XP_002906764                                                              
MLVMINATDNPWMVALLLFVQVVMPLLQSNAADNEGASLALNVAILFLVGLSLMTFWKAARFCRVLYQLRGRHPEMGWVA
FFREAYTQVAAAAAQREANNQNRAAQEDARSDTFNRTLRTIQVMPTEEFKTPGELKEVTIAELKQRLERRDVDLAGCVER
QELVDLLVKYRGGPSNNDTCCICCEEYETGDVLRLLRKCKHEFHLECLDKWAFTSVNSQRAPSCPLCNQGLE        
>Pinf_XP_002906543                                                              
MGQNCSCLEHPPKYQRRQSDDLDTVDMERGDDDDDQELEVLVGVQESHELLGARSRTSSGGRSNQGIVLKRSGSPGLMAD
AGRKDDEDEEKETEEQRMRRSLSMGLLGLDADHYPTPSPRPEELSRLLRSYQEVTGVVDEGQLDLECIMCLDTFSEDNPK
VRTLCNCGMNRTNFHMSCLLEWLNRDANCPVCREYLFFEDS                                       
>Pinf_XP_002906196                                                              
MFQIRVEAADLAQEEEAKAEETPLVNAQDLQDASFLAGNPQVRVTTGKLRFYRADKPYSSSSSTQQLPKERSTLVCVVTV
PSHMSPVEILEFLASFREDIALVRILKDPERSNCMVLMQFNSQERADQFFQAHNGKYFNSIEQERCKIVFVRSIEFDPVI
GENDPDYDALEEKRADGEDDAPPSPRSERRASNAQMRKLFPPPPAGMTEIPTCAVCLDRLDASASGILTTLCNHSFHCDC
LFRWEGSSCPVCRYSHGDIGSSCEVCGTADHLWICLICGHVGCGRYSGEHAKQHYQETLHTYSLELETQRVWDYAGDGYV
HRLILNKQDGKFVEFPSPNNLSGERSQTPPTTSAEEEEGEHRKLEKLAVEYNFLLKSQLEEQRLYYERLLARVEEGESRQ
LLNAHEHERKHLKRTNAALAEKTKKLEDELTFVRELNKSLIENQKQWKERVRLLEEQNERVEQETALRIGDLEGQVRDLM
FYLDTQNKVEQSAHREDIIGGTIEIESKPAAKDNTSTTSSARRKNKKKR                               
>Pinf_XP_002904832                                                              
MRAQTSSGGTGFTISGGGSSLAVPDAIFESATDCYVCDKKFHAFRRKHRCRACGNAVCGGCARTHKVMPRSTIMRYKNEP
VRVCDCCIRDQNQMMLERRRAEDVERARARQVAALEEEERLRKAERTQRERDVAEAQARREMRLRAIEEKHLGPRPDLRT
LKSRYSRSLDDCARDAPPQSLYSKELSSFIEDAEKRSVALVAKPYAADDIFEDKMDLDGTETVETTVVQEADECAICLDT
MDVGDAIYTTACGHSFHWSCLKEIQKSDSSNYDKCPSCRATMSDMQVKKQCDHPRVRLGHRFCRDCGAAVTEREAKPRAD
ESGGAAGVRMSTPSGGPDLNQPVSYRASSHGALVRCPQCHIQMRVLPHMYNMRVACPSGHMFLVQVAGQAGNGGGGHGGY
SFGSHGGLGGSRVPSRGMSMGYPGSHYRSTNAYSEL                                            
>Pinf_XP_002904674                                                              
MTAADEADELALRCCVCGTSAEDDSNYLNTKMKMLISKCGHRFCDHCIKREFQHQREISCPACQKPVKKSQLQDKTIEEL
NFAKETSVRKKVTKDYNKTEDDFDTLEEYNDYLETLENLIFDLVYGDDAEKAAAQKQWKQYRQEHAIAIATNDAKKADEE
RRIAQLIAEQQRLAEERRQLQQKEDSQFEADLERQKAQLMEVALGERDESDVSKLRATTTAIPIDQAVTAEMEAAMMGFQ
PGVIGGPQPVPVPGGKRGPNFGVNESKKLRRQQQLAGGYDPDLHFKRNRTEAWCGIYFHPLDRKIESNCPTPMEIC    
>Pinf_XP_002904069                                                              
MNYAPLAQFPLGQAPPLSFAAIKMLRRAVPQQLPLQFRVESTTAETSFVVYTCTVSSVTTSNSWGVSYRYSEFATFIKKI
QEQCTCQSSKCCGSCAAIREFLWACFPQKRLAILSKSPRAIADRKNKFEIVMQYLLRCVLLPGSAMKCAHTRRNLPPELF
EFLGVQNEADKRSLLQVFVDNYQGAALSTCSRDSSPSNASTVGTIEATQCTICLDEVACDDRSLRPNSSIVLSCQHAFHR
ECIFEWLLFQFHCPLCRARVGPSAVASYCRVKNHTFQWWLSKFDENPLGIKQV                           
>Pinf_XP_002904068                                                              
MEKSSVVYSCTLSSLATKNSWSVSYRYSEFVDFRIKLEELWTCHDFKCSGSCQARMKCFHARQNLPVNLFKFLGVENDVY
KRSLLQIFVDNYQIAVKEGYETSLTDSFHSNASTVDSAPDSAVCMICLCDVDLEHDHQHCGSECSDFANSPIVLPCKHIF
HRECVFEWLIFDFHCPVCRVRVCPNAVKNYFCPKNHVQWWLGGFEEDLFHPAAQ                          
>Pinf_XP_002904066                                                              
MNSYFVPEPNSTGQQQDPQIAEFEKRGNCKNYTLKTLADCVHQDLPLRVSVSSATKKDDYVVYNCTISSATTKNAWGVSY
RYSEFLAFRNKVEELWTCEDKDCCGSCQAIRDVMAAFFPKKRPPILSTWFGAVNHRKAKLENVLVHLLRCVLLPGSAMKC
FHARQKLPTNIFEFLGVKHDADKRSLLQVFVDSHPPGIKKSATTTDLSMLEHQSSMKKSSTTPNLSSLAMTTTSGDSCNV
EQCMICLEDVDLDIPHQSGLNGNSPIVLQCKHAFHRQCIFEWLLFQFHCPVCRAEVGPSAVTNYCRPKNQVQWWLGNFKD
DTLN                                                                            



>Pinf_XP_002903938                                                              
MRCDLCQTEQPCAKCQANMAAYFCSVCNLFDDKGLEKQVFHCAQCGICRVGGRENYYHCIKCCGCYPHSLEAKHKCLEGS
MHRECPICLDVTFDSLESVNVLPCGHVMHSSCFKAYVKHHNIVCPTCRTLMFTEDEVNGEGQDNDEADSEGEEDGEEDSG
ESDGDDGDDSDSSSSSESEDEDGVVVHVVVEDEDSDSEMEMDAAHDAERNVWPSAHRP                      
>Pinf_XP_002897699                                                              
MNAKRLRKKRSLPTGPMPSQVAWLEGISMNVTPLVSRPRNSCRIDYLLTVTCEGREATELSTWHLVRSFDEFRFFRKRLT
ANLQRGHFCHAECPWLFTFLKSYFPKSQLVGNSLTKVVERRRKSLTRSLATIRSFLLNRSNHVCPLLMKGIALELLELVV
GSHQEADHDRHGDVPEWLRQLLQRWQDGELDPEESTCSEDTQTDDSSQDKDICSLCDRPLVGHPRTEEIEGDRWSQIAAV
EPFSSLTCGHNFHDECLLGKFNEALQCPTCGRKEDS                                            
>Pinf_XP_002897505                                                              
MPSLSSFLSSPTLTAASSPLAVDELDGPSRRLLKARHHDMDKMEIQTNTLTAVLHYETVKFTIYKLQIRSTARFADAGEW
TLIKRYSEFFYFRQTLLKLLERWDLHFRNDNERLQCKEFSLAAALLLPSLEIPTFPRKHMRCDTVAIIKERRVKLQQFVR
KMLDAYTDISVFLHDTQSRNTRAFSNLSEILQVLEGFMVIPPQQKEINRRQTAAVLALEDVESTTSACKDRTCCICLNDY
DSDEEEAEAETTEDRMVQLPCSHQFHEDCVIDWFNTSTTCPLCRKPAFTEEHWSFDVSIN                    
>Pinf_XP_002894994                                                              
MALRKSISLPIAPPTKLRRRKSLQEQQMSRSFSLPKRRVERQTQRLTPTQTFEQTLLDNVHVEFVKAVVPGQNKLASPRY
VMRISNTALDQTWEMARTFKEFYELKEAVASVLDYGHFCPSNCPWLYMYAAHHFPRRRIFRSRSPSVISGRLSELQAYFS
TLLRMAKQNRNLECSVSSTKLPQLIYEFLFEGMVFDRSDFMRLSERLTIGGRESSFLDNDPTQDPEECFLCRKALVGDDT
VSIVPAAPSSKRGSSGVNKKTDEHVRAGLTTLDCGHCFHDECILAKLNESLACPLCISHSSPPQSGTAAA          
>Pinf_XP_002909179                                                              
MSDTSIHLQRLQRVCETTKNSLNISTQVALAGGVAAPATMYQMDISFRSTRNKWSIAKRYSEFYAVRQQLRKFLKQYKQH
LGSGIDCPPPLLALDKTLEAAFPRRHFRCDNNMIIAERRTALEVFVQSLVKIIASIPMTADVSGTSNAAATAEAKQLLAL
YSILRDFLEYPDKQIESETKLKLAVLSLEDVVVDSRSNLLEAVEGLSTSDCCSICLGEWDDEECVGMNVVKLPCLHAFHE
ECLLEWLQGNTHCPMCREEPRTTDSRASMDDSATCCHDHAIKANAAACTDRHTFG                         
>Pinf_XP_002908991                                                              
MADEEKRRVPEVIELAESDNEDEEHKGEHDEDEYVLESTDEDACCICQDVVDILKQGHLSSCDHRFHFDCIVAWAKVTNL
CPLCKTKFSSVTRQDAQGAVVHREVITDVKQVYRPDPSDHDIAAQLRLVNQARCELCGSGEDEHVLLLCEALGCGVANHT
YCIGLRSVPNTSWYCSSHATTQQRASDAIERPATTVSTRRRTRRLASLMSNVLRGRSGSTSTRSRRRGPSGFVAVEEAED
RRPVRGIAAAYALRMSRELMQVQLRADAMFARGDLTQSSLYGRRNGNAALGTRSTVTSTPSNIDQMWKDHSRSRQELAAA
AIATRDSSLLNEIGSKRPNQRNNRVSNTFAPEYCELAKLMQDAVNNDNYASSVSLLIPKTAKLRLVSRVKTFFSRLNQKE
KAAALEVGCLAVLHEWIRVPERDGDSSTAPNPQVLDAVIGILETLPVRKEDLVEVSTHVEEGLQATLDGLSELSDVSIEI
RQRVIELSEKWRDLNPPALIESPPPQVTQQVSSPVNAAQNLPVIEAFTSPKRPARAHGKRKREAWSDTVVEYVKAKLYPL
YKEHGGSGKLTRERFKTIVKQVADLFSQEAASMQSAVLLPSGELSNLAKSRIKKLIDRVYKASTSGASVSSRSSYPTPLL
MRATVPASTYSAVPSVKHQRR                                                           
>Pinf_XP_002908660                                                              
MERRTPYDPALRGFVGRSNSSSFDPENDSEDAELLRQRLLAAALSTPVSGDAVSSRLLQALPQLTIGQFLQDLNNQTPPW
RGFTTGRQDSDETAAQADETGRLLPTEGRGEGSPPRTRRRLSSESSMYSMSASGELERSDSTEAQSGNTAETTTATRPNG
RTGRTRRNSDEEGEDQTALDELQALFRRCHNSLPFVALFLIYFAYQHATGILVFVVGTVAVMGLDQRMRAQVALKEKANS
WHLLGIVAMCAIDMVAICSVDGQPNPLRHFSQILHSTTAQGSGSDSGLVSTGGIFWQVLWTVLVNDFLIRLWSIVVKAFV
AGAKSDRFQCERKHRDDVSTNEDEAAATITIAEVEDESSTVETPLTQRVVSTVAFYRRKRKLYGLIEMCSIFLRSLLASI
PWCSFYQLCASKFMADVFTFAYVFIKGLILATQGRRIFNLARSFVTLGLEFGVYVTHDELVEAGSPDCSICYETMRQPVK
LACSHMFCEECVTEWFDHERSCPLCRASVGSGPSAEESVKPHFLDGRTSLVPQLL                         
>Pinf_XP_002907861                                                              
MSEQQFPESLAWVERGSVLIRRMNSERIAEDPRVRRFLLKLSLPPSPTEVTAMEAIAEENANGDNEEKMPVPSPPPSLLL
DAQESFEAIEAAKDANDIKQESENTASNTYRVLLWTYRLQASLQSAVQYALFAKTSEDGFFIQIAPRVYCVAPPHITTFS
RLLGAYSSARNWNAAVKVLEQLDSQMSKRFEDGACVFDCGLFDGVKRMHHKSLVFDEFCDGRIASISYCRGPIPSMHSGF
VVTSTVAAWLDLKPSNVAILLAPNNEQMSVFATCCTLYCNDASSFPENFGNELLSAYLHHIKLAETWPAKLQRTFSGNDP
KNAAYTGGLPRPQARYIADFGKLLEMRDRKLSECADLPALEEKKQKLTGIAVTPAARPIYIRQIDLFILLELQVVEGEAG
LKEDDKGVVTLSLEKGDFDCISSTFSLPKQFTVRILYSHDSSAFPAMESPLPIRQMEEITSAGASSAAANGTASHSSSFA
AQRRRDSAKALRYDGPSAVTFLLGQRDVRTPFGDLTLEKIDVIRKAHRNRVDIYLLFHVDAGHGQTKVLPLRHLFRFALP
DAVREKVVTMGASEESLDENVPSSFDVVAGIMPFDEEYARWLQHLYETDLDTPGNNNDDEFVRGIPVTDVQPSLDYRIVS
IETEVNEPPPPARDQQGRRPHTTKARGASASLIHQLPTYTFSTAKEHNDQGNPDCLICRCSFEVGEEIKSLPCFHSYHSD
CVDSWLSLNKVCPVCQFSVDQTQL                                                        
>Pinf_XP_002907622                                                              
MLQDTMMGSWEFSSSFCVGRSRGCEVSIATSEETRTVSKRHVGIVPLTETLSSSAHTVPGKRRWLIYDLETMNGTAVNGV
EIPKGGNQELQNGDEVVLASAMRQCVRLLVQFPDEAHSRIIVKALARSVTPSPAPLHRRATTPGASPRRSPRHVLMTNAP
VAAAGFGRSAVTIAGSPALTRTGCRSLAGTPNSATNMMTPPPQNLSQKRSRTSPSKSATESENVERNRQHDTPTSQQRKR
SRRGGAIENAAVDGDPNSAAKRARENEKQERERRMMCSVCLEYFHGSATLPCSHTFCGHCISNWFRNSLSCPECRDIVKT
VPVRNRALDELVERLVGQTDAYKYLVRRRAQMQRRSIGPHRYERGGDEYDVSEGATRGFGSLQLGNNRIPEPRMRSVFTR
WSVEEKLAFSAFINDQFGEARVATCKEVGLTEPTVDRANMTELLVAAQNLLLDCGGLRLVGDENSQRLKIFLFFG     
>Pinf_XP_002907553                                                              
MLRSPDRHGPCPDQNSDQRQEIRPTALPAPLSGAEATQALLKAKIREIQSSPVLTPKQKAESVQNLMMKDWNDAKSKLGA



VKTECNAEVERKRVSFHDEAKTILGCSHYQRKCKLLGKCCGKWYSCRFCHDDNEDHAFDRYATESVSCLKCDTVQPISKT
CMNEDCKCEFGRYYCEVCRFIDDDHNKDIYHCDKCKICRIGKGLDIDYFHCDRCNACMSITLKKHKCVERSLESDCPICH
AYMFTSTTPVMFLPCGHCMHVSCYEEYTLTNYICPLCSKSLGDMELYFASIDELLERERMPTEYQDCKSLIYCSDCERKS
TTKFHFIYHKCQYEDCMSYNTKLLRQFKDSDNQVACGPVSQTHTL                                   
>Pinf_XP_002907505                                                              
MEVISELVGPATSAQWTQLWGTSFGSASVQPTRRSAHAIATFEDNLYLFGGISTNAADEDVEYNDTWVFDLVDRQWTELS
VGNNRPLNRFHHAGVLHTNTTVNEFIVFGGLSLLVAKIDEGTATTNSVPVVQYNDVWRLSLTDSTPKWVMDPSPSNSTRD
VPDARSEAGVVIHNDFLYMFGGIAYDEKGEEAPVDYNDLWRYDLSSYVWKKIESTGDRPPTRFSHSVALLHDNSEKSEAY
LLAYSGRHLLFSSWTLLDDVWVFDFSKNEWMGIAPSASVPRAYTSIVTTKGNNMWFFGGYYKPQKSSSGYVYEDIVLGKF
DFENRKMEARHAVTESDSASPPLRYNHRAALWRGDSMVIHGGSYQSQLGDVWVYNTTNAVTTDAATSTLPIDPESLVYVL
GAFIVTVVFVLLALLVRWRRADRRNLRAAQIRGAAVVRGVTKERLDQLRITKYNRAERNPESPTELLSPTSVGSIENEDI
CPICLIEFEDGEDVRNLPCKHIFHVACIDEWLKRNTSCPMCKSNVDLDAVDITVENLARGGAVVTPVTTTS         
>Pinf_XP_002907487                                                              
MMKDDMASSVRIPSVFISYASGEWLLAARSRAAPWNPLRITLDSNGELPQASTSNRLLKRVIAYIFLISIVCAFSSGLSL
LSSAIFQWVGRTRRTRAAKQLPIAKYERNMQRTLLEHLLEEQFVLDRIPLAEIEDVSKSSDRHTETEPVFSHTEIPTSSQ
ETGHAVSDDIYLEKEEEKETQQKEELQTDGVAYRSSTDLEAETCPICLDDFEDGADVKVLPCQHFFHVDCINPWLEGRSG
RCPLCKQDAIATIAGASKKIFGFPLPRVDQILQQEHWVHTFFLMLPASFISCLIVNAAASIIGTMWP             
>Pinf_XP_002907425                                                              
MSTSNGNAPSGPTATHGQPQGNFVFFIPPPPTVWVQFNDGMQMAFTPSPAQFLQSMMHGTPLFGSMPGNGVNGNGSDGFF
NALNELFQRAQAQQHGPPPTSKPFLDKLPVKVWTKDMQQTEKHTECVICLSDYEKDEKVLSLPCGHTFHKDCGMTWLVEH
NVCPTCRHELPTQVKNTSTAQASTQTTPTASTAAVPATTEPEREPTSQETTTNVTGVRRQRPTESYHPRDVRQRVDEMPS
SLDEEVELDHMLEKEADRFVKEEIEKRQIAASDENGEIEDRDVDEFLNESSN                            
>Pinf_XP_002907188                                                              
MAPKKNKQREKQEQSRASSSARAHQSLLSSAGSNAAPPAFIGFASFAQPAPNAIQATPKTGAFYAKPVVQSIYDGSDHEI
ALALKMLAKKGAVTKIKALQTFLTDVLPPRQPAEIRPMLGHFTQLYTFEMRDQNDRKVRQMLNEVLAALADKMRPRAFVP
HLQRLLPYWYLAMHDVNADVATVANKAFNTLFPETEMHKTVLEDHLPAIMEEFQSFFSKTPDAFEGIPLQPDEKEERYER
CVSAAVLSINAVIKFFSSQDMTDTLNDHDASLSVATVVSSDKLTRLATAASKHPNFSRNIVRRAVYVLLVTLCTDAKSII
AAREESFGKVVLGILGDKSPANHEAMWNAVLTFLHTFPTVWQSSTSFPKFVTSAVYPRLFAQIRHGFHGSGRSSFPSLLP
FLSLVPLNVAVNSVKGQSALYTGVLEQCWKFIESKDARFSEPPAITAFYECITGMFIIFLKEDAAWLSGQDAETNYVNQF
EKVFVSSLTTTLSSPEFPEAEVGLFASSLMKLNSRLRTFSSDSAVLDSLKEDFAEKLHSWTRQAISAMVNKIMFVPSRRS
EDHEAAQWLLTSKELYAQCLDQVDSLVAEPTFSPAKNTSIAQLLEAINGTHFEDHYRPVLRVLSEWKRSVGNKSVDKTMR
ATLQLTQPFFLAAKEKKQFLLQLFKDCDVQFGDMKEASDIIQYGLQFPITEQSSKLWLSCGRLQAIWQGKLLDEFLMISL
KGRLDDLDAGAFSTLLKACLGSLTSSPVVSSDAVVILCHFVLQHGADSSDAVVVQMLTQLCELFFKLNGELPAELEAVEG
QLYKQLFHLSARGSYRAEASALWARTVRHSLKNWSRTRTEAFVNELAGYINELLLADLPAGTVSFNTKLFAAYVKSYVQL
GADQTFFSASQLVVKLDAINLRCSEDCQQTLFYSRVLSGLGQVCEDEQVVDVLQAYFTSLAAEDEDKAVDLCAKLVDLDV
THALTWVVFHSDDHIQRGVDLVEILESYLTLEHLYEALKVGVHRDLVFLSKNQSAVTSQKEGALTQKQHTKLDELCVAVL
STFSSVAKRVQFVQELVERNGDWKTEATQIVAISLYSEQEINDEVVAALESFFALCDRDVVSESASGLFEYLRLTTRGVK
EEGRLSSFSKREVINRSTQECVIDQLVEMLAPSSSTVVEVDEWIAITEYVGALAVYLPDATSELRDKWEKLARLLVTHAI
AGKSETAKTAALKIQKRSSSLGDRRIIKSDEEQIVLGYSNEVVTARLALMELVSAMYDSNPDALHELAAHYREALLSTVL
CALSESAEIKASIVTTYVALTSPSQCFQLVTLWFGVEKVLESVLSALRSTLTSIHDADHVNRLVLESFGGIETLASLFNS
KRYPLQPVLRLLLYILASYSGALRLHNYDANAIDVNAEDEAATESALAKVLIPKALRSALRAVFTDKSGDNSAANIRMRS
RKQKLQEREDITGKLLLWDLFLQLFPSSGSDSSDGNGPSSTLIASSLSSYVSRHGMLTSFLNFSSSLLSQDASKMATAEL
QDTALFDVTDLDKKENDETWSLDKTHVFQLGTRVFFRTVVRLPAMVRSWWNDDCSRATRSWAAKYFEDHITPSVLAAELE
LIQKASENTSTESWDDEEMTVKGSRVSREITTTYMKDECALEMVVRVPSSYPLRCVEVECTKRIGISEDRWRRWVLQIIR
VTSSRDGSLLDAVLLWKHNVDKEFEGVEPCPICYSILNPKNMGLPSLPCKTCNNKYHNSCLYKWFNQSGKNKCPICQQPF
C                                                                               
>Pinf_XP_002906970                                                              
MLGDAVAFIALYLPQSLFPFAVAFGLPVVMYGIISLLELLIFGTKQNQPQNQRRRQAPRGVMQMSRALYEQLDGDMLQLL
MSNRDFDSNDYERLMRLEALNERRQEGATPQQIQQLPIITVTYSMLKASENASCTVCLNVFQVDAPVRMMPCFHRFHPQC
IDPWLQEKGRCPICKFPAFA                                                            
>Pinf_XP_002906807                                                              
MASSSNQECHICLEDLRSNLVAAPCGHVFHHACVIQALQFNKQCPICRRSTYDADLIALYFDVPNVGEVEDGNIQTTKRV
EASGDSVALSSRVNTLMERIQWQNKQQERLVGELQRLRSQSEQLLVDKRSLAQRVGGLEHTKNELLTKVARYQMELSRQT
EAARRSTVNQSIIKYLETCDASTLEEEIQNPRELIMALKKACKFRHDQYEKVVKEKMRLKEMLRNTQPQLAQQQTGGNAR
VAKSKARSAASVSFESKRAYPTFGTGLQPPVESKKRKVDSSSVASNPMPFFENQFNDDILGFTPRSESAGFRANAYSDVS
VRPPPSSRQTFGRSNFNPNQYGAYNMTPSSQPPIQMAEFQAEVCRRGYDETGKLTNFFLPKEAESRSAPRKKQIPSMQNL
LNSQSRSSGQQQRVANNDRQEYALTNWLRNN                                                 
>Pinf_XP_002906712                                                              
MSPTSVEQEPSQFWCHECSAAVGTRVNEASEEVCCVQCGGNFVEEIEEDDPPQDFQLEQVEDTHTQTSAASAENTTRAEI
RNEFGGTRPLRPTVRATRFAATGDGRDGAPLPDLFHNTGNPVEFFVSESGEGGDPMGILDALGGMFPMLAGNAGDYAFGN
MANVINQLMQNDPNRHGAPPAAKEVVDKLPKVKITQGEVDGSAECPVCKDFFAVDDEVHRLPCEHSFHPDCILPWLKQHN
SCPLCRFELPTDDPDYERRRAASTST                                                      



>Pinf_XP_002905403                                                              
MSTHSATSGGSAARKMTPCSFFVAGKCRNGSSCKFFHASREDLAVSPLPCKFFLRGTCTAGRGCKFSHSAEAQAASTRVS
ASTGEKTTKPGSYGVPCKFFKYGDCANGDKCPYLHNKKEEEEHKDKVEAVTEGASTPQKQPDDEEKVAKDEVTELKDFIS
KEEELYYYGAPGEFEDTAAESVPPMPKESYVEVAKKNVRDGPLSFDEERPAPPKICTFFLQGLCRYGNTCFYAHSLPERV
ESEEEMLAMGEEIHLSQDLECGICYEIILKKGERFGLLSGCNHSFCLTCLRNWRSSEDQPKQTVRQCPVCRVETKFIIPS
SRMVTRPERKKVLIDVYRKNLSGIPCRHFDEGRGTCPFGTSCFYAHRYPDGTLASRQVRTAVDSDGQYDVLRQVRLENFL
RQSESNE                                                                         
>Pinf_XP_002905331                                                              
MTMLRIFVRGYRRLVATFVAPDTCPICLDVVPILALRDVESEDDEAHAKLRCRHRFCAECVRRYIQMKIKGRQVDEDELV
CPVVECKQSIKEEDMERIIGKDETTLYRAILKRKRDEKNPSARWCPRPGCDELIICESTDNFTCPKCDTVGCFRCRGYAH
RFWFCRGAQDKTKAAIT                                                               
>Pinf_XP_002999277                                                              
MDLAIRVNVRYAAPANSQIKDALLLFKSARWVHSIIRYIIPQLNGVSPAAMHLMETLKSNPADARQQQDGERAVCVVCME
ALTSPCAELPTCRHQFHERCIEPWLKMHSTCPTCRHQLPTDAYTSYSVYAINTTIVLQQSQSSMPAAELLELSASNQVIR
AIVNARVRRNAASTSATGLAMRGSLSSEIPIFQTQPPVMNASVLQRGSGLSAALPPCISEPVVPVMHRNASRRRFREQET
IRAIDKRRRLSDSAEEQDISTS                                                          
>Pinf_XP_002998997                                                              
MGVDMAAPLHTETYETLGQAWIWPSKQQQVEASTSSAARTASLKRRTGAQRALRKSCSERPLNSPVRGMELLTSTGSANV
LDADDSNAVNPVGEDDEQRRQRITARAEEILRGKRCVGMLVGATCPVCLMDDVDTQLSECGHLIHAKCIKRWIQSGTCCP
VCREEVVDVEEAFTSPVKGLHPMTKDRLTSSSEATCLPEDDEDRQTEDAGYDWGWFQDFDEADDVSDNGSDMFYSSRRSL
PTFPASASSQSLTTAMLNREMSSNFDMCRTFPPLHETYDTPYHQSKHPWLRVLPSHRHIAANIQIRSFRIVEAKGSKAQH
AEYLIEMQLDGRYFSHWRRFSEIYRFVCTLDQNRFRQTMAAWQSLDANSRWFNRLELSYLHKRCRMLEEFAHALLIECSN
AHPLAELVEC                                                                      
>Pinf_XP_002905010                                                              
MVFISLEDLPKPTTQVVVTPGSSAKQEDTPIARAGLFNQRASSSLVYFVLYVSDSVIKQKWVLSKTTADYSQLRKSIRRV
GSGCKDPACCGHMQRVIKASPSLTTRRIWGFSTQYDQCNAFQTFVNDLVLSVLGRDTQCEFMQQTRHIVEEFLDVTHQRA
NAIDRVLRHENPATSPTEAPLKPCPAGQDCGNASDDSSECPICCGDLADDQTLRLPCGHNYHAGCVRVWLNLQHTCPVCR
QQLNEGVIPDN                                                                     
>Pinf_XP_002904700                                                              
MASFDDLAFTAADTASTAAVELFCRDCNEVPQSMTADRKRCLMCGCELERRQQPTAPAGQTSVQELQTMVMRLLTQIGTD
WNGGGDTGARRPASDEAVKNLGPFTADQASTIEVAVIVEGIKGEVIAIPGNFGPCESIKKRSVVIADPFDGAKPFQTISE
MKDKIVVMARGGCTFAQKVLRAQAAGAAGVIIIQTVDVWPYTMTDSSGESKNVTIPAFMMSAKVGKGFVEFVRDKRDEGI
SADIIVRKDARECVICQVEMSIGMKVTRMPCQHMFHTVCLHEWLQIGNSCPICRVEIAAKRTAHNSLSSSQNAQQRGDFA
WSEWFS                                                                          
>Pinf_XP_002904611                                                              
MPSTEERVALRSSGPSSSSLTSPSRARLLATAGVGSGPAAPDEAHAVRLNVLNSSVQEARDARNSRLIMWAISLVNLPQI
IVAVVILALHWQGETLCYRIQVWLLLHTIHLTLTLLLEWTLYYLNGARSNTAIRLREQYMAPLSQLKYGLDLAGLFWFLV
GNMWVISDGARCDDGSAMYQLALWMIVISYAKIFLPCLLLLALLPILCFCLPCVIRLLSRLQDPMRGKGATKEMIDQLES
KTYTANMFPPEDACCCICLNDYEASQSLRVLPCAHHFHKECVDEWLLVNSTCPTCRKSIFDTAGSGGATATTEEDMLRRV
>Pinf_XP_002904067                                                              
MNGYFVPQPHEKPAPQAPKRPNSKMYTMKELRHCAGSELPLHLDVSATKKEEGYAVYNFTTSSVSTQNRWYASYRYSEFL
AFRNQVEEVWTCQDEKCQGSCQSLRDLIEACFPKKAGIMSTWSFMVEDRKTKFKNVLVHLLRSVLLPGSTMKCFHARQHL
PPAVFEFLGIEDDADKRSLLQVYVDNHQGGMKKSVSHTGLSSLEHASLGMKKMNSMKKSATTPNLAQMELEAEEKGATVT
VENPQCMICLEDVEDHVHADGPHGLVTLPCKHSFHRECIFEWLLFQYHCPMCRSQVGPHAMTNYACPKKQEQWWLGNFKE
NPLERETK                                                                        
>Pinf_XP_002903892                                                              
MSTLTFPILWKDAHERGIKGVIELSMSDLPLKGARVRDLFPVLNTKINAKFPFERNSREVETFLLYGTRVSRDRSLKALI
PELRSCPRFVVSMRLYPNWAPRSSIRIFIKTLTDRIILINCETTDTVVCLKSRIRDKEGIAPDVQSLVFAGKELENHLSL
RTYGIKNLSQVHLVRLMRGGGGPPRMFADWRIVRRGLNIEGRCKNVECAAYQHMVIHPKQYEAFNLMRDDDIRCPICHSK
VKPRTCGFYDCVWKFDGTQEQNGFSIISQWKEAFGRNLMIVARRRDESTEVMLSPSAQATGISRSDKCSICWSKFGLTAS
GFVVTISCGHSFHCSCIDKWSGWCMNNGTLPSCPVCRREVQTPAYA                                  
>Pinf_XP_002903847                                                              
MERSNSARAAQLGELVTGRRYFLLTLAATGIAAASAVQRLRESPTPDPRASGIQLFIVELLSSRISAMIILHFFLVAMYH
AFLLLARAALGALRPLELQQTKETLIPFVLLRCQLLVSTMEPSGHRMELGMLVVWLAALAVLRALLALTQARFQHLLTRP
MTQLRDLQRLGAVLVGVIVLNLALAATCSRLRLFSNRIVHVPWFEASLMLLKTLELGVQVGFQSLDVRAASLSEEEDSGY
SENSEFHLLLLQTVLSGCYLVQLVLYYLYVISVDQFRVSLFDLILILNVKNATMRLLDKIKHVKLYQRVVLDLDQLFPDA
TADELESVADDVCAICLKSMSTQAKKLRCGHLFHRLCLRQCLQKASVSDALAGLDPLTRMANGLGMEGPLPPAASGSSAS
STSIRCPICRKQVCGGKCDEMTSAEPEHPRPQQPEAEAAAPQTEQQQVAINNVQAEPQAQPAAAPGTAAPEEVLRFSTAF
LSRWVPFPNFSFEIVRHRGGMRNFELNARWSGF                                               
>Pinf_XP_002903419                                                              
MDGTQQQRVLADGWGQQSSGSVFCADSSLRYIYESNGQHAPTSRQAIGGYSNTNKVQPQVYGKSNSVSNMTVAGKRPRDF
SSENPRPNGGVDLFEAEIARACTAIRKQTASMPHSYRECSVCLSANAYAQISSCGHTFHPNCFLRWFRLNRSCPLCRGVV



DKVQLAQTIGVQDELEAIMAEIDDEPLQLMRDAQQLPRSESDVAALDDPLLANSDQLMSFLESDFDTDMELAALDDLSSS
PGFELAMKQEADGDETMSMELDELVDSGDKQEGMVTPGYAAPSNFAPQFPPASAMPNYWNVLNQGIAPPIMPPAPAVPPY
VPNHQRMVHIAPKPDAQRVRSPVATTARATEPTFKMPVPQAPQHSHHHHVVRSTAPTAPRVVSCRCTGGCRNGRCACVKE
GGMCGASCRCTSCKNPFLMVKAAGADIDALFKDDCFMHNVSKTRDMVVRLQEPVAVPCCEATIKVVDCVQGYTCVPCKRR
YDFSWCMNKLVDSERTPRNHCAICKRCCDHRDVHCHDCGRCYFAGVAASLPCPCKEASSHKKRREAAAKDKAEEAEEEAE
GECCIM                                                                          
>Pinf_XP_002901801                                                              
MIPASVPAAQPLPQTAADIPQRSYVPLKDPKTGMDTTNAQCARCHKGLFEKDIIKQPQCGHLFHGHCIDNHLRTEIYCPV
CRMQVLFPPMAATVVHDGRAVGSVYPSTQLPPRAVPVATAFTFYRDPAKVRPETNGWYRCPRCAQTDIVDFIRGSCVLQ 
>Pinf_XP_002901361                                                              
MAAVRVRRWSDVEARRRPMHRAAYDNSTPSAAPVAPASAEPAPSAKSVPLAVMEDAPECVICLDELAMGRALFTAECGHR
FHFSCLLENVNHDEANSDKCPICRKPQTQWPEQTEGLVKAHPFCTNCGKRGSGGQFCDGCGQSLAHTPTAQERARAAAAA
AAARSNVVVECPTCRIRCLVSTTARGTLQCPNGHLFQLRMPPTTGNSQGLRQSFSGAGPGSMTSGPRPIMRQCPTCYTRV
QMPPGSQAGQYMCPHGHTFYFSPFQ                                                       
>Pinf_XP_002901040                                                              
MSAPTSENAVPDVVSPSRGESADARDVLRNYERSLTAAVLSPLSAAARSPRNVAHSVAMRSINSGEARGASARHMSPRAV
HHSSDAFADAPPVVLATFSPRRRALSEQKETLEAANIRVDLAEEEGKAEEEGGDGEVDTLRPHDRISDEAFASSGRGQIK
GAEADDDSEGGFICMDEFSARRKAYPLPCTGQCTGAFVHYRCIMAWLGQSGSCPLCRGTCDPLVLQPMQKLELQDMTKMA
LQPVPLDAGIIRCYVKQVYRGMFKQYGYELYLQGQIGTQEEDKFLLAARRQVRSNMTANYTICTDKECTDAKRIGRMGSN
FLGTCFTLYDNGRDPQKLAKIQDAVSSDDLVVQNVLQIREELGCVTYEPNRTSVGPRKMRVVIPDVDEEGGSSKIVRPMS
RQDRLVTRLSTGEMKDLMRFSNREPVFREDLGAYCLDFGGRVSMASVKNFQLISSEDPSMGNILQFGRVADDMFTMDFQW
PLSPFQAFSICLSSCDTKLACV                                                          
>Pinf_XP_002900845                                                              
MSESVAAAPTTALCRFYVLGKCRYGSCCTFSHTLPSQVNECASDETAGLSAAAALVDCPFYLRGNCKYGDHCRLRHNPAM
LSGARVAASAHFTCGICFDDIVQSGKHFGLLHCDHCFCLDCLRSWRQSKDMELEVIRACPACRLPSDFIVPSLIFVTGEE
KRKAVEAYKSHLALRECKYFNGLFGSCPFGPRCFYAHRDSEGRDVKHLDRPKRSTKPRRGRNGHQGGDAALQSLLQQYSH
LFHFFEVADWDDFDLVGGLYDSDDSDDDDVQYGFSDDYDTE                                       
>Pinf_XP_002900826                                                              
MDRTGSDTERRLRAMEAAFARERQQRDLLEKKYARLKRRYVRLERSHNRLLMENNEKSNSDAQTPTSPTDTSQSVDSTMN
SRTTSLSVVDLTSPRRRFSSAMTYNNGSQSSVSRGLRSSGLDDICAESPTSSLGSPQESTRESRNSEDQEEKEDTLESWR
SNSERTYSSPASRRRLHLDFTLPPSFTYSNRAVSTPSQRIQDRRLHLDQSTTSHTSPQRTSTVIAHSGESRTRTRPRLGH
SPERTAARAYGYELEQELEPRTHRHDRYQWASDPSPTPSPVASAATIRSPASRPRAESDEEASLALARYLQQQDNIAAYE
EYEARLLRESAQQESNRLAHSSNNLLLSSLAGHQRNIDPDNMTYDELLRLGEEVGDVKKERWRQMAVQVLSSLPTYRWTH
GNGEDTCIICQYNFVPNDRAMTLPCAHVFHEDCVGGWIRENNSCPLCKREISPM                          
>Pinf_XP_002900523                                                              
MGDRNENGRVVMIVRANSPRRTDGSPGGSPGDPLALNLGAMEADWRQQQFQRQRMQLLSMAIFLCFLVLFFDNRAGDARN
AHHSRGATDGAGHNRYSLPQNAFNDTDRVQKVHELEALLQTQPDYRHTEPPLNVTGIYSGTWDSLLAEEYDANKPVYKDI
IPYLKVDREIQLQQYTQPVEKGHTWLFLKMKTPASKELIKEVAYVTGQLVIYEEQASLAATILPVQGVFLRKLGRLTLFG
NSPDSSVQILYRKDKSGENSTEANLERLPRQPRAELMNLGVLDGVPAVDNRDEYAAVDISPPRYSYVSRFRSSDSFSDQC
VSIVEMSLVNDTSKPARKGGEDEEDDDAATVLQKSMRHMKLEGTLASVNCGLYLKLDTTFQEENLNVFFAKASRYAVIMT
FIAMTEIYFLLRQLQISSTQATAAKVSLLTIGQQAIVDSYLCLGHLTVGIVAQNVFAAFASVAFVKLIIFSVFEMRYLLI
IWKARRPQGFSEGWLTLRRELTTLYSRFYLSLLAGLCIFYNFSNHLPVLVFICYSFWVPQIVHNVHREVRNPFDLGYLYG
ISALRLFLPLYFYGCPDNFLTAFPMYESKINPHFCYVLAAWVGLQVGFLALQQRYGPRFFVPARFLPVKYNYERRINLQQ
LALLKDGDNSIDCVICMVELEIEARDYMVAPCDHIFHRECLQGWMQVKMECPTCRHVLPEP                   
>Pinf_XP_002900071                                                              
MAQLHDDDVEWLDSELEDSPRSNDDISSMFSSSPNAKAGGSVRWPQDNQPMQRPAAVSYAGSEAVEDVEGDMTSFYGQQF
APKPEASNYRLPAKSVGQQRFQDMPICLVADNGVAAKRILIRRIHQESMTQLAMSCQAVLVRGASGNYYVYHLEITSDYY
KQKWVVCKRYSEFYRLRKRLLARLAAHKKQRGCSVCGAVRDQLKDVGFPRRVVMFKDPSSLVGKRTAGLEEFIVALCEYL
AAEQEVEVCNEIAATRFLAKEFLQFPLEHENQHVRSIRQLKYVDPRDVEVDSDSCPICLCEWAELDGNQLVLSPCGHFFH
EHCINEWYRTRFDCPICRTISGAEESNNCNY                                                 
>Pinf_XP_002899347                                                              
MEAVRVRRRPRRQVGLEAPAKAHLAQQIANVVTLSLQQNGRESGSGRLSGPLAGTQGRLASTLRLAEKNVADMTAREEVT
FCCEDEEQNVCVICLEGNLEEERVEALPCGHVFHAECIAQWLLYQRVCPVDRRSVDEGDVVIHR                
>Pinf_XP_002898216                                                              
MMYSPELSMALAHRQRRRVSTSARKRSLTEGAMIGASSRPSGSGRSLRLSGRKSNGMENEMEDAQVPPAIKYLEQVALEM
SVTKKHTDVRYVMTVRHQELNVAWRLARSFDECRKLQQRLLKKLQHGHFCDADCPWLYGFLKSYFPKKIVFTFSSSRVVE
QRKQTLERFFAALYGFLTDHKNFSCSVVMTVFADELVEFIYGDALQQYGLENPIKSDIQDTMRRSEGYSSHWEAPESPHK
LQLLHREPERQFSRQSSLTNSIRGSMADDDIVNDLNSGDCGICGSLLCGVANGNGSSTGSNSGVFTPPWLGNQKSANSFS
GSRRSASRRRAATYYLTTLSCGHQFHDECIVPKLNESLKCPTCGRIQNNN                              
>Pinf_XP_002898175                                                              
MESKTADSSRAASSKSKEGLWWRWTHGKSGTTASSSHVGSPYDTNNHTYSSSNSKPPATASPADGVRWQKRTTRTPREDT
LSSLSWSSSPDAGNNSSSPKFFSATASSATRSSRASAAPAKKKTATSLSNRGPRDGYNTKKTSLGASSSSSSSFVFFTRE



EKRAASSDISWSLGKSKRPATKKDRRSAKTSTASLSGARATREVTTRNTQFLPDVNEDAEMRAPDAGANMFAFSMSQAKP
SQRVSTSFSSSRSDKTDKFALAEIPVFNFDDTLSRSSKSAFPPSSPSVASTVSSTSSFNSQSLWTVDPLVNCARAVLQDC
IRKRKMEQSSARKRSIEGCFDGDLLESQEFGWHDDAVSKHRDFGMMSPGSSSSSDDELSQLSSMDQSFCAEKSERGCDSK
LAKEEMYRQILVGDYDLSSSPEFQCFSPLMEEKGLPIEVRYQLPLALGTANETNKECTICQLRYGIGDHIVTLPCQHFFH
ACCVDKWLWNHTSCPLCRTEVSLDQKTEVLNTKHNFTECSLVDQERIRRQLRSSSQHAGFRPVVPVEIDQLELEVSRMAI
DEDSEVEDEPSYLVCPTPHLATNTQDHCPGN                                                 
>Pinf_XP_002897877                                                              
MDITVRVEVQYHAPANAVTRDVLEMFRSTTWVRFMMRYVSPRLKTSSPADQAILDQLESQEAAEVHEGEECVICMSENPC
DGHVALPCGHSFHYPCISSWLQNQSTCPVCRFQFPKAFTGKYAVQKLKSSMVLSEEQGKMPRAELLALDIGKQVVRAVVS
VTLVKVAAGGDDEEFPCELSAWMLDPSTGQTFSELDCV                                          
>Pinf_XP_002897865                                                              
MDITVRVEVQYVAPENALIRDVLQMFRTPAWVRFMVRYISPHLKNAAPADKSVMDNLASWTVSGAKTPKVGSKRSITSVS
PSSSCAQDCVICLSELQNGDEQFVSLPCGHEFHLPCIRSWLKLRSTCPSCRFQFRKAFSGSYAVRTLNSALLLKQEHRPL
PKEEILNTCVGRETVRAVVNVTLSQIAAHAKQSQYPCVLNALMIHSNGDSFTEAAASDAALAKNSNSSNGDKETEDGGSN
EPRSKRTRVA                                                                      
>Pinf_XP_002897698                                                              
MQLGHLCHAGCPYLYSIMKGRFPKECYLYSSSSYVMSKRRQAIEECFTTLLEALRKRENHSSCSILPGTVALEFITFLNE
ALPIDHEFRWENFVSFSKTPSCSSTWYSTDDSSRSLSTPSGLSRCWQSSSDNSLQSFRSTGSNQSMLLDTCGLCPSDDAA
KGALTTWSCGHRFHDQCVVTKLNETLACPTCGQKL                                             
>Pinf_XP_002897697                                                              
MVGSRRVRRRSVPTCPFLPTYVALLEPLHLRMQSARDSKRPLFILQVQRRSISNNDRHSSAGSNNYWSAPRPFEEFEALH
KRMIMALQHGHFCNAGCPWLFSFLTSEFPKKHIFQRNFSPKTVETRREKLLELLTSTVEFLLDRKNHKCTVATIDVAKLL
VEFLYGDDTVAHFSVKSLSESETSSSSNNYSQLQSLGVWCEGGGDTGSHDNNACSMLSICGVCNGSLVCQVNDRPRISRV
NSSSRRRSSVYETVLQCGHQFHDECIVPVLHETLRCPTCHHLEIQ                                   
>Pinf_XP_002897420                                                              
MFLRSLYGSRMPQTLHPRVDPQASSYWEEDTTSSQEIARAMEEADTSDVELENEGTKKKNSAFAAALVGDEHTSRRHANP
TLSSQLAALLGPDGMALDDMDSLRVEDMGSSPVNAQLSPAGLISIAAADIDEANNNSQNVPPVNGELDLAFIRSLRQASS
VADTDTQPSLVVNAALRQLLGSFPASRGSVCEDQADTEAVESENKLFSLVRRHLTMLGPTSSSITDESEDNAAEGQSKLR
FLSLLRRINELRSQQVDTESWDGLPYPQIIALPTFNYQVREHVEKNQTEEGGEVNNTVCAVCCDEFEAEEEVRALPCLHF
YHRECIDQWLMCHRQCPICKHVVAVY                                                      
>Pinf_XP_002897396                                                              
MNDSDRMLLQRIMAAGAMEDQEVRRLARKLTGEDMTATDVDQMVNKVAGNIRPFALDVRRGMYDDGKMYLAVVNTSNDSL
TAFGSNFKPWEIVFLRKAMEEIVDTDEGALEEATLYNLRKSPTTLNEVEELLRKLTAEKWIAPSAIQLGTRSFTLGPRAY
LELIAFLRDLQVKKCPICQYELLQGAKCHDRNCETVAHQGCIDKYENRGVRYKCPTCQNQLRR                 
>Pinf_XP_002896654                                                              
MKFWLYSSASLAACMGLLWYTYLTRQQFYPSIIYLVTSKLLHENVRYAVTETCLALTIFREEISFHVMIEQTDVISRLTH
VRLIGLMAMLTAVDIGFVVWCSLKVMEIGPSVFILFGFEFLILLVTIVATFLRYILYVVDSRMDGAWTSKFTYLFYLELV
SEVTKLVVYLVFFMLIFTYYGMPLHIVRDLWISIKNLQRRIASYFRYRKITAHLNERFPNPTEEELQETDRTCIICREEM
TPDACKKLPCTHIFHVDCLKMWVQRQQTCPTCRSSIPTGPHRPTVPAARVPRPAENNAAQPAAAPAQAPAPAAPRFRFGV
AIGRENVPATQPGAGTAPAHATPPTTAGMPAAPGQAFPPGYPNPYMSPMMFAPGMGAPFGFGMPGAYGMMPPFGMPPVVQ
QQGMQQPAMDPDSIQRQIDLLHAQLAVLQASAAQFGGPQQPQTVPQPPISAPTMPAQAQTSAPAAPLSAPATAASVSEED
LEDKRPIPSTQDTAAATEPTPVESTIPPAPPTETERRREELRQRYARIYGSSSSSSVADNEEKRND              
>Pinf_XP_002896385                                                              
MPSSFGTSGDNSIASNPSSSGADTENRNRNATANRAAMESLLNDEDEDWGTQNHFVLPRRVYFQDVHDPNDTGTGPVNQP
EEIDLTVSSDEDEGSGQNAADSGEIIEILDSSGVSQPAPLPRKRRRPGANTMLEPKRQRMTDMMRSAESTNISIQNSETV
EEFKRRLKCSICLDVLEDMTSTLCGHIFCACCIHQAIRASGKCPLCQRRLHFKDTHRLFF                    
>Pinf_XP_002997271                                                              
MAVSVIDDKLLATSGLMNEPRFRRLIKFQTRRREALVGSELEIRTTTRYALVSEDKPNVGFTIYYMHIHRASDTRGDEDQ
WVLKKRYSELEAFRRLLFKRIEDWEYTVRREFSRKTSVDKLTTFAVMSNAMRRAISPSFPRKRMRPAKPAVIKERTMRLP
NFVRKLLGVYTDLSVYKTNSSLQAGGFASSWAQLCTIFSELESFLEIPQPQKDAEVQRQSAVLALRDFNDSTSTMDEDAH
DQSCSICLNEDPVTDETRPAVALPCGHHFHEDCVIDWFSTSITCPLCRRRSHI                           
>Pinf_XP_002997270                                                              
MEGKLLALSGLMDEPHFRRLIKFQARRRQCLGGSDVEILTETVHVLMCDDPQVSFTAYRMRIRSAEDVLHHTTFSRDRDS
DEGGRWVLEKRYSEFDKFRKQFLKHIEHWENVVNVDLSHRKAKEIVTGHGDVRTTFAVVSNALRRAISPHFPKKHICVDT
PKIIAERVEGLTEFVRKIASVYIDLGLYLSNNQLHSNTFASSFALLHHMQVEIEEFLRVPQPQKDAEIRRQSAPVCCICL
NEEDPVDTEKVTLVQLPCRHHFHEDCVIDWFSASTTCPLCRRTTAAARTCTGTNLLPNFV                    
>Pinf_XP_002896145                                                              
MRSMHRVMTWLLKKIHDVECRLAEANAACRFRYWKEVEVLYDRFVGDNTAACAQFEDQGFAMPEIYARIDATKQLDHDIS
EYEAIEATLADLLPTLRRYQKAAVSWMLSREKSPTQSDNSLPLCVTFREDIAKDLQAYDPLCAAFYAAPPGVPWTQQEQL
RPSGMDFSRVHGGILADEMGLGKTVEVIALTLSHRTSSSVPRLLSTHSSQHHLAASGDEEDSDVVACICGSSGDHPMGLV
QCGFCGTWHHQLCTGYKVEESESALDYTTSSNTLWDFESDRAGNGATTTWSRGGFMCYHCQSHERPTFSCRTTLIVSPEP
IHAQWEHEVSRHVRAGALSVMRYPGVRALKTRLEGGGPSAEWQVLASPGLVLARYDVVLTTYEALGADLRYVPTTEGKDR



RSSTRSQLKRYAFVGSPLVTLYFWRVCMDEAQVGVENTRLQAALTLSRLSAENRWVVTGTPFSSRVSELFGYLRFLRVPP
YTSSQHVVDQLGLPPQTSEVVWCRFTAVERHFYDQQEKRVVSLIQQRQQQQQQQQSVQTSHIIDRDDLLWQDLLVLRQLC
CHPQVGGARQVWGSSGNTTSRAVMTMDAFLQELVNKATRECEEDQRQLIGAQNGLAALLVLEDKVSEAALKYLAVMKLIR
TNWPQFRADLLPRLHILQNLEKCVCQLYSLRESGVCLLPELPSLQKRVSFTGLLPDSDDLSDEEHKDISRECALLGQSAR
QIRQYYLLQADMKHTRALTNFRAAFQMIDDSQQHSTRAKTELLCSSGNWWSDALAIIEQSEQGSGAQLVDRVQARLSGFD
TRWGTTFCSQLVSARSLRLLLVRELEVLAIRRRDLFKRLTALSEDTPTDSDVELSGNCKKCRDGGTGPVCIHCQLYKELD
AYRRHFLGVDKTSFINTRIVDLFDDDMVDEDTANDSSGGLSTSLFMEIFKEISSCARSALRGQEDGRGLALVIQTGMQTE
TDFWLNLQREWQAGKKLFQAQHQRLGALDELVMACSQLRLRHPDEPPGRTKAERLYKLERVEVPVRVAELEAERVAADLA
LKDKLAQLRYLLQLRSESSTRQAHDLEASAESSSVRPVCAVCLQELPQRRAVLPCAHVFCTRCVSDLKGDRQHARKNIRC
PTCRRVCAIENVTIVVERLASESTSINLEDFSQGEAISEVPSHPSPLHCDGGSLGSKLDALLERVEMLRQENPSVKCLLF
SQWSQMLELVMQPLRRVGVYCFMYGTKRQLPKLLAQFQACPAACVLALPFKVGANGLNIVEATEVLLIEPLLSSSIEAQA
VNRVHRLGQTRQTRVHRFIVQGSVEERIFRLGHKLKDHGAEDDQESKEEINDEDEGLQRLGVAPGRKEQEKLTMQDLQEL
LRGNADDSVPSSAATAVFWEELVMLNGNCVTRSAAFEFLERRHATQVRVESEGRIRGPQTKLFDKLMDLLIAGELLGLSY
ADDSNNVDVFKRIGPDLLHNQQAQIEEQVRVWRNAQGDNAM                                       
>Tgon_XP_002371881                                                              
MAGIHVRYRTYALLSLLSVVTLVLRTWYVHEELYTVVAVLSTGKIALALFYNCAFMLFLGLGKLAMRLMVGSLRDLEMEQ
VIDSGRGFLLDTVLFLVLSSPTLDGAEVSTHALAKFLLIVVSLKTAHLVVQIRGGTLFEVGNPRTSVLLRICIALFSLLL
LDICAVHFFFVNSSKASTFYLWLLFECLGMLVSCAISTLKFAVHVVDVRLDNGWAAKSAVIFYLELIHDVTSLVIFLLFM
SVFFITQPSRLPLYMTADIIHVVKTLYKRILSFKRYRALTKNLEIRFPDATAEELETADTCIICRDLLFEGSKKLPCSHI
FHIDCLRSWLVQQQSCPTCRADIPSDDSPSTTAPGTATEAPPQHPRSGVPDQNVEMDRGDSRTVSASSPVSFDRPTSTDP
VPQSDAEGHDKTDRSVGFAEIPDGHPERSGGGLLGDARLRGIDNHWTNVSANTLATQALLQSLQLACQTCDFYRLHASLW
TIEAQRAQLAASRLQALRYCQAPQRSGSLDADTQRVSGQQGPGSNDASAPAPTAENEAGAMGQSASQGPAINRGRNFIVV
CPSHLFHHQGSGMLPPPMYFPSLMPSFDATQMPSGFAEVPSSSSHATPKLGPSDCVNGEWPGQASAGSAFDFAHGGEGFF
CHSVPRLQPSPLQTRPYSSDYVGSSSLSGLAAVAPAANAPLPSQTRISPCVGENRTPDSGPGNGQEERTI          
>Tgon_XP_002371381                                                              
MLLIACRSLGLSEYRLFFNSSCLREKPLSASLPLSLGSPRRRQLRSNERENDAAKFHTSFVCFFRDTGEARCMHPAKHSR
GVEPPGASSPRRGEQRPSLTRHIRKKLSSYIRGFSAAENLRRDRRMAVSVYVFYGFCLVGFSACLIALLALYNNDWGRSC
DVGMKVWSVVWLARMILQLICNTAVTAWRMRAGTSVPRAMMLLPRLVHAFGFTWWLLGVEQLFFEPSCEEPTLARTVSQV
MFWMTGTVYLIPFVVYTLICVCLPCIIYFMVRFAVRPADRQPTPPSLVQQLEVKTYGDLIETLRRQYTLDTHEVDIQHER
RTLPSLSLETVIDGVSNLLTPGPAAAGAPAPSTTVGGLPRTPAGAPWAIDLGGDSGVSASGLLSRQSISVNKACPICMVD
LDDEDEVLIMPCDSRHFFHRACVEHWLETSQACPICRANIVNILTGTPSDPTLLPVDHRDLELQI               
>Tgon_XP_002370863                                                              
MGKSSGDAELAFPPDPARVPGVWQWQSEAGWHCFSRSQCEALEAGWAAGQAVVHLRVGPWSYRIDLNNMLQQNTATRRMR
HIRRSSQSAALWFRENADGTATRYDPQVEASLEAKHCDWTEQTTGSADGALSQSVSSTTTWESSDGCSYVADVERMTETC
MATGAVRKICRCVLRPSDRPNEVPVPNRPGTTFPSLTVGIGESGTCKCAGNLRVVDPKDLADVLLPVEKEEVVDDVCAIC
LDPLEVPQLPKTSASAAVGTSGYLEESKEVVKLKKCSHMYHRGCVVVYVSRAGRGGFACPTCSTVQCTGNGPSPAGTMKW
QIDQTPSLGGYSDSGTIYVEYDLPSGIQSARHARPGSPFAGTRRSAYLPDTIEGREILSLLIHAFVKGHTFTVGTSLTTG
RSDVVVWNGIHHKTNRSGGPTGYGYPDASYFDRVFTELEAKGVTRELLSTSSANATPQSSSSRKGGPEENGKNESKADTT
SALRYNGCREVPRSAAGQVPADSDIGDLSRKSRGRDSAEGSGESFSSTYARHRNGGAAPGRTSRRGRRAMRGVSCCGLST
AVSVRTPPLRRGLEPARRVTCYSVDETPGNSFPVSQAPAEPRVQSSEESGSRAVTCSSRNSRSRRESHKHVRSHAGDVES
GGAGFHEEARFSSKREERTVGTGDALTHGELDEEDRGFKGLESNGLAELTATEADKALKRCRSNDILCARGENFRTHRGY
VESREASRKTE                                                                     
>Tgon_XP_002370241                                                              
MSSLPQQLFGADPSDATSCLHSRDSGASQRERLGETRSAANLPANRHSRSREGEEVDTEESSFELSPEKEPSGRNAESQE
ANEDLEEAVALALDSGSGFFYSRRASEAPPGRGNRDCLSSSPDGPSQDQGFSLNSDTGPRIGSSLSFSNTNDPSCLSSST
SSRQLSPYIGGAPSSSFSSSSLPSSFSSSLPSSFSSSPPSPSLPSSSLSSSLSSSLSSSLSSSLSSSHLAQAHLSESGFA
STSSTEALQWPASAAGCRAASLSSEQDSDFVSPSVSVSRPSAGAAGNARSFAVGVSRPRPRVTARNSHAASGETEDVCVE
TPDADRDAPERSDSREAGAGSARKLALKLLASDSEEEGRNCRMGAAAGRPRLSGETVDEAENTGQGAALPREFPSLVLPF
GVCRNASFDSPRLPPSVSPSAAACASDAAFSPRMHSRRDSPEETLEDKGREEEETKQEGEGEEEDHRGDLHRRRSRSEEQ
PSVEAKRRRAQKEACEMSSAPQEAPKEFNFPQTQSAVRSDAIDELSWAESRMRQVPGQGTPSEELSESEEPVQQQSRVAV
RYIDSPRDEREEASQVVAPGVASAEPLSLRGTCSSVLGCDGGRQGVSPVPGGVEVSRSSLTAHSELEERFEGVREPLFGV
EDSRLEETETVQREREEDAESVEEMGVHHAAISVDSGDDDDIAVLDSAGEATEAPEVDADHEAEDEKDEEQETEQLSARL
SPRPGSVSASVSVSGETGAEEDEGGEDLEIIAVEEEDDEAVEFIREDQNSRLRRGFGGDAFDFSRFPAPQEARAASVSPP
LSGVSQAFSAASRATPETASQPEDDVHVPRCAICLLNLKRRHTDVFRLMEELEEEEAELSGRRGSGEKADGDGAGPGEDG
APASPRRTGEQEGGTEVQAEPAVGEETESWSPGRGRARRRRGAGRKGEKSAVDRAAQRRKYTEKFRALYSPDDNDQTMVT
ICGHAFCKGCLEHALMVKKECPVCRRKLHGSRQYFPVFF                                         
>Tgon_XP_002369726                                                              
MATQTRLSSLSSPHCPRPPSVSSSSSSHKPSAQGGDSESVWRIETSGKADGWVGSVRFGEKREDSVEVDFPFQPYPCQEK
FMEKVIDACVHGEHALLESPTGTGKTLCLLCASLAYVRKASTTHGFSSSRSSPSSASASPAGSSLPSEDLQRRSLFAEKR
GPSSLSSPLSSSVAGTAALHRLPRVVYASRTHTQLQQVVREARRTSFFSASPLKAAALASSSSGGGVGAALRAKKKKASV
KVEVEENGRAGIGPLRNSTEARCVGREMGRKMKVAVLGSRDNLCVHAVSQKLRGGALNAACKKKLRGEGCKFYSSSVREK
EKIAQVLQACGPMDVEDLKACATGCSPPGVEKVQFCPFYTMRDYQEKSDLVLLPYNYLLDPSSQLLKPGSLANSILIIDE



AHNVEQVAEDASSFELRQMDIGRCINALGTLAEMISRKLAVPETDVSDSNRKGSSAPPVSVAQLLLLQQSLAKLDEWMSE
FELSAPTENLRHPHALLSLEEVTEAFTACSDLSRTRKAEVPASLIDDATPLFSARGKPLLDRLLAACMQALQDEGAETEA
HIEKHVNSLDNLRRIFNILYADLTWQNASSYRVYLHDEGEEAAQRHQQERERETESESRGGWSKKKRAATASKESDAEVH
AAAKPRCLAFWSMSPAPAFASLLLQGARSIICTSGTLAPLLPLAQRLGTPGRLNFSIFLENDHVVGPSQLFATVLSQVNL
SAAAVASGLLGGGEETSAESDTRQNDSRRVWNDFRSYKDLQFYHRQLDREGTDAKAEANSPPAYVEDSTKDSQMETLLST
FQNRNRPEYLRALGFSLLRICTLVGGGVLCFFASYAQMHTCITEWKKPLSSSSFSSASSPSSSSSVSSSSSSSSRSPAFF
GFPASKPASASRPLPPSSSGSSPGSIFGALQGAKDVFVEPANSRDMPDLLVAFQRSVQEAVEADASSSRDARGGTGHLGG
TKTGAVLLAVCKGKAAEGIDFSDHACRAVVICGLPLASFFEPRVQLKRMWLDDCMQKLVAETGGASRGKEQGTGETTAPV
LINGRQWYDQEARRAVNQAVGRVVRHAKDFGVVVFLDKRFSSPDLQKDLPRWVRRSLELPPASAPLEFLASRVRSFFSSL
PAALLHHALAKMNRSPSAGALSCFVSDVGDSPPHAETDRSRLPLPSSPDASSPVSHAWRPEETRLCVQGSSSASVSGRAV
SDRQSFADAWGFEKKEVTFGERRNCEETKELVCAEQVAADRRRAREAVLLSTGRKPFREEGKKKRDKGKAERVLSLADLE
AQSSTVAFSNEEDELREAAGTSDWARITDETKREWRPQGESEGVAEKAALGREREQKAGSTKSACGGAFQSKKEKETKAA
ADLVRQVQLLFTEEEKAAGGLASENKFFTFCICMRQLGSIRGKEPLQAKKGYREVVSRLQDLLLPLPVKLHAASLASDRR
ARSEGPSTLQAKKEVVDTVISRFVPAAYQRDLHASVEKRWQLVQRQSLETQNQTEPLPGQNKSEAGETVEHVTARTGAGT
PEASGSLVVGKRGVFITVAGESEEEKENAEDETRRPTKKSRIEGDAKDQGEEPHGEERRPERGSLVKPASEGCNGKIAMC
LICRDDMPLHRSLNCGHEFCLGCWTEQLKNRLECPICRARTRAKHLVPA                               
>Tgon_XP_002369177                                                              
MAQLMGGLAGLQSEDTGLFFYGDADFEEHGAEGRSPRRASQGDPLCPRVVFGSEQQRQQEEARRMMRSVFGTSIGQRPLG
HGAQGADGPAQNAGQAPFIQIGNLVMQALNQALSGGAAAGLGVGEDAMDQILTMIMQNDVNRYGSPPAAASVIRSLREET
LTEEQAREAGPCAICQEDYRREDIVHRLTEDASQCSHVFHRQCIIPWLEQHNSCPVCRFELPTDDAAYNQRRAELRNRVR
STLTSVAAAASNSSSPSAQGLAGQGGECEAASEAEPHATSTFSQSGQEATEGERDRDAERDQTSNMSGQSERRPSPSASA
NETAGSFSSSSASSSFSPSHRSSSSSASSSSSSFPSSSSSDSVPPRSTAYSWVASGPSASSSARSSSSPVSAADSGGLPF
SQSTASNSQSEPFQAFSFSATSQPSSSGPRQFAFSSSPPFFGVGGGIGFVPGMIHTAQFPPQFFHAESAGPGAGATFGAS
VPQSGPGVGHVFEASVGFDDPETTQQQIQEMMQQIFTGMAGGPPGSQTRSQDESRDTRRGFDGREDGCRQQ         
>Tgon_XP_002369027                                                              
MAGLALLRSTTDTLRRAARYTADSVNNILLGTEQDAVVNRDPIMEVVAQNPQEAIRFIKWVLVFSALQVSQVPVRYLFFF
HLHGTRDNRASIINTTRTLTGGRGWKCSKFVSILSYGWFILGVVWVFNAQECSEAPGLWKLTVSAIVVSMLRLVTTFVCF
WISFPPNAGGLQSADRFVGAATPEQISKLPLLTYAEKKAQLCSRVADKTVHTFARREDGSKGKKEDDRSRDTEGKQTGLA
ERSRSRERDDGSLARERAERTQGDGPDQMLTGISRTGQDAAEMRGKQGAGVRARMVGKPGVDGDRAFSSSFSCCPSPEHR
YATAPSQVSRRLESAADSFVRASVPRQRPASYVECTGGRNTSCLSPCSPVKECRAGGQQMANIKARGKCSTSPQRGAARR
GSAAGYSASVETPYKFEEVQAAATAANGVASVPEASSVGEAATFSPVQENCCICLGEFADEEVIRELKCSHFFHHGCIDK
WLLKNKQCPLCLRSIDEPFDPGTAAQENGST                                                 
>Tgon_XP_002368575                                                              
MANSGRRRPPPLELGDFRSRIRRDLSPRKSPCSTSSNAELSSRLRELDPRLPEVTSERAGGSPDEIGSGLTSAQFRVSTR
LCESVLTPDVSASPETAGKPEFPSLLRSSTSRFSMKRLSLWAFETYNFFTTRCLLPIRLYAANRQALLLYAFLVFGRIVE
FIFHFAACVVPAFFYVFFAMFLNLVTVSPHFTASPSTPGRAASPSLSEGDVAASQLDAAVDSLVWNASRSTVKSHLSGVL
RVASDSTSPTAASSAGAGVALSAGAGASFSDMPPRVFQRSVGGPMPGGLPVPRAGGERREGGTANSAAGTPFGTQAPPGR
GEEATLSSIGLTYVYFVISQVCRGLLLEVPLYTFSLYFAQLLHMQSLTFSLSPQCRQAAEISAAYYNQSPRAVTGVSTNQ
RSAAAISLAPAAPAAGAVEEDPRVETRDEGREQVREGRGAEDRPRGRSGGDRPGNRLQLGESAADAEPRLREPREEVARD
GEGRRPASPRAEGIEEWQSAPGGGTPIKGNKREGRAVTDEDETSAVVSSSLQTLAQGPRNALRSRRPVWERTHCLPRAGE
GLDGGGSRSCPSPGAFPLSRNQPVAFTPASDSVNGAAREIGSGERERLRSSDAETPSCSRDTRGSSSDRTGVLPAEDDVR
EPGRVSGDSSAEPPRPAEMGETREPSDQEGEERISPSEQRLFFVPVAARLFFTTFFFWLLRCIYEDGAEDAVAEDAWTFL
VSGGNVVNVAASFNNYSAARLAGLSPRYYSAFSSYLRNDAAREAAKMRPTLTHPFVTGFAGPFGGMRSFSLARQWTVWWA
LVLLGMLFISYSLLAVFSAFGVLPWQLLHSLLVLRHTRVATYAQRRERETRERREKRRKQWEALHESQAACEQGAVTRPG
SAAEVREDEPGGEVPLDWTEHGGIRRRRYALWTSPNHKDAGVFTFGDDEEEEEICIFCFEVFKSEDILRVVNSCGHKFHR
HCVDVWLFKRQKETCPMCGQLRSPRLAK                                                    
>Tgon_XP_002368487                                                              
MEGEEQPLRNRVEPDQGMSVNAGVSASANEDSTHAEGAQNSTPPSQLVKKRWLEKVHVLPIGNKAADSEVFAALKKMMAD
DVLLQQYMAFEVPVTLANCPTSGASVDTGERSKVETSKEPEPEADTLPACTYIVVECCPRSGYVGRETLVFLAGQPLQPL
RRVQLLALVHPNSSYARRAGIHSYQQLFDQAPSFPSLDRQEPSVEDSAPVYTLSSMVHSSPAASTQPVGQLLSPFTPAFF
DDRQAASDDGFPFGFTDIIEELESVSSSTSTSDEETERLGERHSHGFSLRGPTVPRPASRGDVTEVGENESAECSEVEDS
DRPASFESRRSASSSSTQATEGRRESGDGSGDALLKGPARGGLCVCSRTEKNHPSQTFGENWGGKARSSEAEATHTACPG
HTCKADTSRGDASAAERRRFQRRRLQQHSQFFESEPRNGSNTRRGWLPGTIRVRLRERISTVQTSGERGSGVCRAGKRLE
RLDPETLFREFVEPHLSSRIYGPRGRKSGSTSTVVLYPGKKLVIGDLTFVVWATDPRNNPGFVDENTSIYISLDPYGEFK
RVHFVPFSDTLPTTYRFDFYDDYLKPFLLENTWRNFTRGDVYSYRGVEFKLIATEPASCNIARVGPETIVHYQGSVEPTI
MDLLPPDILQRIRRLPVRLQPFAIISAAQALDPQVLMRVIPAASIRGPRQGLSEQMVDVLRDRLVHPFSFAHYLHSFRDL
CERKLPSGAKPDDSPCKRNASPGSSKQQAAMGTTTHDRDPQKSARGDTNITHIIQQPSGVEIERQTEQVKDDSASSTFAV
RVQPESLSDALSSVSTPGHEGGPSDKRPPQEEEGNSDKSRRNLEAVQGVEANSEAPLSPDHSETAEKPAWSMCVDEFERP
SCTVCTLTLEEGDLSIILPCGHVFHWQCAHAWLRCNSTCPNCRADINVLLQRDNGERSDSACASRMSSTRDRSRSDGQRT
EWHRRNRGDENDRQGGIGNAFRSWFSSILS                                                  
>Tgon_XP_002368239                                                              
MNRGTSRRRDTHEGTDRHEATRGAALSSRRGGTSGSSSLVLPSPSSVGRLLDQAGVSDLEDDLVFHMWLEQEAVLERALP



LQDMLAGEEALERALIASMTAVGRRDLDQFLLMLQQPLLLLHQSGRWRSAGFAGGTPRTGGWARLWGFDSAVRVAGGSVR
PDAERNQPLSEAEISRSTRRWTFTRAATENKKGEDGTAQKSTERNLFAPTTGEDSLAPPRRQTAARSWSGNLSRPAARSS
YSKQGLKSPPMQPGIAAQPPVPPGAIGSRESASGGSTSAHSKDSSGSLLASSGASASRNIGGGRTSTDMLTGNTKREELG
PTGDSNRCCCICLAEYQTGDDMMTLRCMHMFHYDCVHDWLVHSGRRTCPLCLVAIKEGEGKGEEDFIATESTPRYRQLEG
DGERVGANIRRETVEETGEGYEDPREEP                                                    
>Tgon_XP_002368120                                                              
MESNSTPDASVPSSPLRSPVPPLHSRGCCDAAFFSAFFSTPAGTPFIGGPGVSSLPLQQLTSAQLKTSSGQSPALSPAVS
SLVPNSPGVCTAPPSPTPALVASSLTASLLTRDVSFWCGNPAIERLSGTLRYFLTPSQATAERLLRNLPPPAAASPASGL
QTAASSVFFPSGGEIGQAGRLIQPSPPDGSGSAGPAPFSQKQKCNACGCDVWQWLQEECVLVAPRVPSYISPAEFCDFLA
PFSRRLLQAKVLHGPTTAEYLVLLHCNRLTAVDAIATFNGVPLVDGDSAVCELRIVKEVLFDVASPLSGKKVSPDTNNAS
FSCSPAEPPSCPPSGPPRLQQAERKKSGKPRGTLPEPTSTLALRSPRPQYAASGEDAREKRGASLHLSEPESCRRPIPGE
GSRERSARRREPSRSVRTASEAATWDRAGSPDPDRDWSSFSFRSATTAPLHSPEWGEADDRVGDGLVGLGGELSVGESDQ
LRGQHVLTREPCGGLQFFLQRTQEDTQQEFCAVCLERVQIPTAPVAPALPASLGPPSNPIAFLQARETDDESQESQGGRL
AAGASGCSPPLASNPAFTAPALCAAGGGAGGNAGNPLSVSTSDLPFSLGEGSLSSAVEKGVGGAQGGHAALPGVAVTVLC
GHSFHSSCLRKWSDPSCPVCRYQQHPYQPWCCFVCGSTEGVRACLLCGFIGCGDTLAPLGETASDASALAAPAQASSSSL
AGTEQRANSEVQGDGRLEALAALADSCGRTQEGRESGEAGGELANRSMGRPVLRSRDADRTGKADPQAFVGDQQTASDGI
EAQTERDDERGREESTNPEKKTCEERETHGGARGENSLSNEVGRKKETHTPDRHKEGCFTPGHSRLHFEETSHPHALELG
TDCVWDFVSEGYVHLIVQKRCQAKAARLKKAEFGSTERCGALGNSECADLFVCPTCLEKTREGEQATQEGGDDKAGKETL
AGLQDAQSASPEASEERQSNWCCLCGKGICGGSSDLSKPATGSPVLRDGETDDGCGAGGRTLSEEPASFDASSKRERGVS
EPSARDSPPCTNWKKVSGWVVEFNHMLAASLDSQRDYYEDRLQRMAQMYAQPLAECQASVLTAQQTVAELEAQVTKEETA
LAALEADTTALVQESGRLATQNAMLQQLHERLQQEASEARKKEEEEKKRLAERIQERLAEIEDLKQQIRDVSFHVQASAS
LSVVPEAKESYVLLGQREEVGSSRGTRGHSNREAGGPGGVTAGGGSGCRRGERRRGGCARR                   
>Tgon_XP_002368086                                                              
METPVFSSIETVPAGTDRLSSSFPFHIWPLNRPQQTPLLPVSASPSSAGAPASLPAPSSLPAPSSLPAPSSLPAPSSAIV
PASSPVPVSSSSSSVGVSSPVTTRFFAEVSALSAASLTPPSQVTASPSSAPSSRAATAGRLGVFQSFCARRCCYAVSLPR
RVADVRRLLDVLFYEQLIFISISACLATAHVVVLVYTCAFEAPMKEPVPFLPILGVMLGLSVATLAVRVRLLWAVRTLQT
AWWHRPVLKDTVALLTSPLCQARRVLFVFSFCVYFATLHLAYHHGGTGTTSADAPVLLRYISVIVLVFLSLLGPHILLLA
CICTSFVLCLCSPPEQFEHLLVEEPRSGRALPKKFLQRMKEEKWLPASAAADRENVDATARADTGLEEDREGERADKNTR
KRRLAHLCVGRRRKKLRPARQTDRPSGANKAVEDDVICAICLCEFEENDWIRRLPCQHFFHSACIARWLRSHASCPLRCH
VNFFTGEVYSSSPSHAVGAIPRRHRRAHRAAVTRSEVIPEARQASGESERGVGEAGAAEGTEESELVERQAHAEAQTGRE
EGREQVRIWMSEDVDVRLFGPGEETQLFRAGESNPARATASHA                                     
>Tgon_XP_002367888                                                              
MADPPERGTRRNANGPVWSLQGGLLGWGAAAAACVHSLMTTRSLAEWSQGVESLLLAWLLLTFSSYLVMEGSMRLFIGKL
RVFERNRAKEKIAEKTVQAVMLVVAIAYDVREALYWLIWAMFLAASLRVIKDRLNNPVPTDARSGSPTCSFFLYSMAILW
VTFSWLFLGASVVFHDVHAKTKLVLLYDAVALSLACITVQLSLLVSPSHHLYWSAVMVSTQFMRITTGVLLILQQFFVWQ
QGASGLLHVADLLLFMRMKNAFGLIHQASQALRNHLLVCRTLGSVLPDAGSDEAGDGETDSDRFFCVICRESRRRGEGFK
RLPCSHSFHFACLQQWLTASSNIICPVCRAPALPSRTSASTARTEGGQTGIQNRTQAAEESTSSSSASSSSSSSSSSSSS
SSSSSSSSSSSSSSSSSPSSSSSSSSSSSSSSSSSSSSSSSSSPRHTFVAASSSSAHPGEGRSCLPAVSNSFASDVGTLQ
SAVGVSLSSADGASAASSPALDSSSESPISSVSTPQSSAASHSCVSVSTGSASSSSSALLSGTHESPLLATLTVPRSPLA
QSVERVPSFSSSSSPSASSSSSSSSPSPSSSPSCSSSPSSSPSSSSSSSSSSSSSPSSSPSSSSSPSSSPSSSSSSSSSP
SSSSSSSSPSSSSSSSSSSSSSFSFSSSVPSTLSGAAAAASVIAAAAAEAASGRARRDEGATELVEDSDDDDFDGECQTG
LAFISGPKFLFLCVFPNLFSLHCPHIYIHININIYTYIYICVCIYVCICVCTRTSMRQSLQIYSACVYLSFSAFHGCLRV
VFVCV                                                                           
>Tgon_XP_002367696                                                              
MSLELQFKHPSLPCWLPVSHPLLPACLRVPPSGAAGVQEAERFENYLDLFQFAGKRAKIETQHIGEHGLQTTRADLSQKT
GDCGSDKETKTKLLWLSARRRCACCLLPPQETLQTPYIDLLRLGPNQQVVFGRKPGLETPSLSPWSLSFPSPDSASEVAS
FSAFRFPADSLARSVHLEKLGDASRPRTKLRRSVASQGSRGSSSQAEGVSSHVSEETESVLSLASSGRPSDLPRLCSSRA
SSQSNGERASASESPLDEDKKPTTDLNSRARRFPLLRRPRARRHSEEAPFVCGVSAHGLPSGHFAAAREPVSASLPGDKP
QEPPDSPSPVHTVYLPSLDPLLSRRHFCVTRLRSPASCPSKLDGRDTTEQGEIDQEERVVPRFVLTSKAAKRGDVSRENG
SEEGAQRNADFKKAFEQGLQGIVLVNTSSPLSASLDLRPRLDLLAPTVRAAVQAAIDASAASDPQKNRRFSASSSDPFFR
VHAVACPQDPPDRLVPGSERGEKQPRPPRCTYTHFVYEPHVLQDGDEIYIPVDDAFLKKDCLGSKENSQRLSNSSTGTDH
WSDRARVSSQDPATSLQSSESPSTSVCRSCGQTTPLFCFRYVFHAPEQPPPRASRPMSAETLSLLSSPSSASLSPPIPDS
ASASAHLPTLSGSVQSSSVALFESPPFVSPVPASGTGPRRSSPCSSVSGPQPDPDASLQTCFSPSLSSPSVSPLSGPSSV
SHADKKHVRFSVRSLDSMAPRIHEAPAGARFGTEWRVSLSRQEAPAFVSSVNSSFLDAVASGEKTSRVAVACSRASPAQD
APCSARMWSGAAADSPESLPRAREARRQEVETKKRMCGDRSQENRVAVWTETSQIELLRPFRFSPLAAAAPPATRGCRWG
PQRREENREGDGGEGEREATLDLEEEGRTAAPRFPRGSERYEATQDEGSSHAWRSLPRYPERRDRGASAAGRTDRPAEGD
SRADNGDSERQETHARRSRRRSWKEVFEAVRGETESSNGSQETVLENNQEERPSEDGSGQGLRKVDRDHGSPGGGGEPLQ
RKRSGGSDPFQDVFWQKERRARRRSSDGRARASEEADGSPGSFPHSSGREKDLGLRPGVVCKTAKDFGVHRERTSVSLEL
DTRWGEQATRLSPRTGRPTAAPAGDRRETHDADLEELKALSFDLGDEERGASVALEGAVDPKEPSPLASGSELSATRRDR
EETEGHRQRDGTRRNSLSQRREARRDGVGTLFSLQDEGRQAGAPLWCPRREAAPSSPIPLASPQVSDTAGSSGVLASPCR
GLPPLRLPLDADGDRVTTAPELENAHSPRSPQESERRKDEGWQGERHLDRLEPRESSRAERRERDRVVQDEGQEARDDAG
RSRGPRTLVTTQTDEIADILNMDFNDSERETQWGLLLQGPSARTRASASLRSPRSSLSEGSEAPSASLRPASDTGAAARE



ALEFSPSLSSRPPGASLAGALFTSPSVASDRLQSDDTQGLFCSAGDICAICTEDLLQKDEIGTLACMHQFCFTCISRWGG
IRNYCPLCKQEFREISRHHFAVSPRGPVSPRKSSSSSLRRVRLVFDEAVAVRRAGGRLARDSESDATVAQLLAEDQASRG
ASSQALPAPGGCQVCGRDTDWDQLLLCDGCEDGYHLYCLTPRFYAVPEGPWYCRQCCEVSTTAETNTLQTIARERTRLLS
SASLSYFLDDEGEETRAEDGDARARRRSLRSRASVSPSVAAGLFSSSPNAVSLGPRAQQGGTDGGPQRSDAPEERPEVER
PSRGLPVLRGRRRARGFAGRAGSSPRGLSRSPSPAGPQRETGVSSRLLHDGALLERFRTPTETLASYERRRAQTVFEDQG
ARLPTVSERSGLQATGSVGAQRRGPTSGDRADARGARGELPGRSDAERETCHGNEAEGSERREGRRRFLISVSSSEDESG
GWRRCPRPLAQPGPGVAAPTAVGGAVSAAAARQWMEGCARTRGARRSRASQDSEESDLDGFVVKDDEVVYSSGSDSEAES
SCGDSSSCSDSDEEPRRRRNERRRRGARNQRESPSVSPRARTRGPSDSAGRVREAKGARRPEKRTFALQERMSRTRKQVG
ARASAVGATRRSSSAEREVRRPSQYFVANRRRLRCVGTSEEGSASEEAPRWHSKRGRRE                     
>Tgon_XP_002367665                                                              
MGENMAPKGCDKRSAACTGRQEVGTREAHPPLSANGDGGRRWHARRRTHAREEAKEQAAAAAVATAAPAVLAGGSVGEKG
ADSSCHASEASGARWTDGSASVGSRETGIDKPRSGPDEGGNKVLERQEGEHSEAGRARVCKATASWTKVRDARTTQADGR
RCTGVSGQSSCEASTKKREDKEPGTGATTARGLMKSSNAARVTLNERGGKTATATGGRPYSPSALSGPSCEPRTLSSVSS
VPPPTSDRTHSHVTHVSSPLGPSSSSSSPLPGARKPTACGHLGSHSPAGSPAGSFRLASSSSCDVPLSPSSQPFFGVSSS
SASAFSSELSSSAPASDSPCPATEACRQPGQPQEGGQAPPVSLTSSGPLTSLSSFGLAAAPSSPSGSAAGPRGGRAATSS
FSVCSSSSSTSAGEEPPLLPSLRKELTCSICLELLQLPVTINCGHTFCRYCISHNKMSRRSCPLCRQPLSLSSLSINTVL
ANLLTLLGVRRGKKGGFSAVALLAKGPGAPQGQLEPNTSTASRGTHDAGAGSSLAAEGSPRPETRRETADVCLTSPNLMR
SGLVIAKQRERTSASLSLVDDQDKAPSNPKETEATEPAQALSLPSAAAGTPTPGSPPVAGSTADGRTETPVSTRPPTAAW
WAESFVKPKLAMPLVLRLLLRDLGEDSVIFFDDLVGCVVEEFEKRSLWSAEKWLFTLQDLETFAQLVRFDRDDRQTSLER
IRSWVEDYVTAAPSVCCRRFITDPVSGCHGRIVMRVLADPQHKIESRVVDSADIRHSLPWDLGRHHQSLIHIPHSSVSLS
HLQLLRQPSADADQLAVLDLGSTIGTMLLIDGTHALQSGDVIHIGDRIEIAVDVVPARLFRRLERRRQRQRTVNREAGRH
GSGLAPPTELALSGREDGEGDTCRRQVYRGQLRFDRGWISSSGRAVPDRCPHEELYECSASSGSDKVFGARGVSRGSEAR
GIDIPGDAVECGSERLGLEQGLPLCSPYSSLFEARSKKTLTKSRDKRREERASRRAARRQWQRPGKTPGTRSGTKTSDWG
RDGEREDANAENRRLLKLLDIVPPNPFLDMQWNRPRRECQRVQPLPVEAPLSRRSPHRHGARETEHGCLGAESCSQIQRR
SHSYLPVSREDARLLPWVTAPPRQGDMTVCRLPSTSPSHGSSPVCAASHFTASSPPASPEEPLSSCGPFLLRRGSQGEDT
EKEAPATSVVHQELAGFPAGGAEKRDASEDAGSVPGSWGAQTQSRLDASPSIASASFSSHPPRRTLPEEGLYRPDVSERS
AGWGEGEQETAETQSGSDRREGEEEPTIAPALNQPEGTARALSGPGGTSVPVVALPRLPLSCAGMPQHFERFRSSTDGEH
GAASDIASSHCARLSSTRDHCSGSHCLAPKRGDAAAHGDGEATGRTERTLQKGTRGKGGEARDFFSSRGPAEADLPLPVL
FRSPSAPLAGASAVYERTADTCHISSPRREVHRSSLPLPCLSRDLTQNEDCDDWLDSEESEADLSDESSHDGCSDLVDSG
ETEPLDSFLLLRITDGSTGATGPAASHPPSASPGGEDAGERTRNETSLQAEGDGDFVKEERKTSKVLSLLPPGYCEWAPP
TGVVLGRGPHNPLRDFKKIAVTANNGYISRVHCLIYYDGSRPRHQRWVLKDASTLGTYLRLKPFEPHPCPLTPKCILKVG
QCKVEISLRGAASPCPVPSPINGAVSIRTLSPRSRGAHLVSLSSLSNSPASLTPSAGCSTIPPPSSSAPPRSRILPSSRT
LPPCIPAPPSSADRPFAGSSHEGTSFTFSSNPLSHAGSASDGQVASPQHQFASHFRLAPLLDPASQEDADASDPRRTEKA
SAPSSSCGRGAGSHAQMSKGVPASAPPSLTASGPPVFAGASFATRWALSRSSSVELFPGHLGVGSRGQWTGPSPPSSRPV
TPSSSLTLLPSGQHLPRESEFASSQSCQPLSSACQNTGPLPVVSSCASVVTHSTAGPGFQANTHGAQSQFYARDQESGGG
PFPLELPSSPVSSGGLRVLTIASSAGCSSSAFTPP                                             
>Tgon_XP_002367633                                                              
MADSDAPTQPEGEGPAASSAPSQSPIAPEGGQATVDSRQEEEVSQEFECVICMKILLLPVTTPCGHNFCKGCIDEAVSYR
PCCPLCRCPLLLSGAADPVTGLSSGSALRVNTLLQQLLERNYPRAMRQRRLYEEERLQEAAARRRMQRQQARLRPSETGP
LYSPRAPRESPPDDGGSAAPRDPADGGSEMRRMGEEGRPEQILTLFRIFSRPDGFSGRSPGQPGTGGSPTPSWQGTSRAA
AVAARAAPLFPGESISLHVYQEEYVRLVELSLRNARTFGVIYPTPPRCATPPLSSSRASRASSQSWVTSLVQTVWGRQSQ
RCTEVSGDSQNPISSSDASPAPAASVSPASSPPLAHPSASSPLSPSSGAEGAAVPRRLGEHESGLSVSPSDYEASASGQS
PSSAPEYGCCVQIEQHTPLEPEAGGAPGRCLIRCVCRNRFRVRNKIFLEDWDGRAIEEPGGDSSHPLEDRDSQGREVDSA
APERSRRVRRENLFGEPAGNTGGGFYYEIGYCEPIFDEGDREEAALDATGTGVFSEGQRESDEAGVGPGSEGLRSRRQGG
ETETGEGMSDPGRELHDTWIACQHTWGPLTRLSDLAQERAKVTHALEVSRRFRTLGGEAGRDSAVGAERLVETLDMGQRH
PGARLQSREIVRELRERCQRRLCEICIEGLERQLQQAGDVAQRLFASKFGRIPSLSSRRMTAYDLEKFSFFVAKVIVSSP
SVRWQWFLLTDTTQRLLELTKVITEARWMNILALNTTPLSSLSRFLLFQDFHSNVLLFVAFVCVVVVFKIWPSLFFDDDF
F                                                                               
>Tgon_XP_002367192                                                              
MHLPFSNGGGGDGQRPSPSGQGGGNSGRTSTAGEGGGARNWLRRGAEALPGPPGQEERSSAACIAFSLSILLILFLFNLD
TIVDSSGTPSPRTSVSQQRGGDGSSSSNSNSISAYYAANKREQSPLRVGMDRTKRYSLQFNSEFFFFVFDPVDLNGTTPV
QLTSEDLRQRNSHMSGNDFSTAFPYSTRSLSLLTSGPATVHLYTTRTIFQSVRMALLRIHLNVGAAFSSAPFTFPYGFFD
AVSSLFVDRDLYLTGVDLRDVPKANFQGSSLASKLPVARGLSLSSGSPDATWCTYTASLKLNFEPGLGKSAREADESSVS
ELSQRAAQNSDAAASVAAAASGPPRRLYAPGASVVESPVFGTPPSRHREGSSASQQEGATHSGTLPPGVAVASDFSSDGR
RVPSNSSSDSWVTDKPTFEEGSSEVESLNGEDDAGDERPRVGNELQGDLVGELVSSDCGFYIYFRAWEIDYIALASHITS
VTLVFNVKTLLEMRLFWKQMQHTEGIGGLGSTSSQALLQRVSVMGLAWQAALDIFEVVAMFRVAMNLQIMMAYFSILIMF
KAILFGALEVRYLLMVWNASHQSNPQDLDSTGRALAHFYRNFYGSLAFLVLFLYYVFPVFPPVCVVLYFVWLPQIAWDVW
RGQRNSMDLQFVVGISICRLVLPTYLFGCPVSLFQESFVGVTLPNYPVLVCIIVIMTLQVLLMLAQRRFGSRFFVPLDHL
PHVYNYHRPLPASLSNDAEEGLPECAICMNPIARKSRHRSITPCDHLFHDKCLQQWMEVKMECPNCRGEQDLATVRARLF
LLDDLS                                                                          
>Tgon_XP_002367115                                                              
MIVVDDDSPPSAAPDRKEQRSAKRPSQKREEEEEEWILRGGSRCPICFLALSKNVAALMGCGHTFHLLCIEEWFKQRGGR



SQKPTCPYCAKEYASRRYILSLHFDLPDLAARVSSLSSSSNAADENPETRLRRLELELREERREKEAAREEAMAHAAALE
AHEAREEELVRQLRAEEEQRAKLASRVQTLEEARLREEETRQNACRTYEENRRVLEEKYHKLTKKCQSLQFLATVV    
>Tgon_XP_002367024                                                              
MEETRIPPHWGLLPPTCRCQQAPLLADPLGEVGMNDTEEEDEGSPSPSSASFSSSSPSSSTPSSPSSSSSSSSSSSSSSV
GILRTPLVSPVLCSSCGSTLSSREICSSAKPERGETVQDAAACLVFEERYEDDSSSIADAGVSSASRECTMVVVEGEQSR
EGDSVAVRDAASEAEAPPADLPFECRDSRAAEPDAENSGRPRLSSLFSFLFSASLLEPSATRPEASSSLVSSRGAGESRS
SLSLSPGLPVPPHFRLSSLVASPRHSFVASSLSTASASSVAIAEASPDFLADPQPPPSALLPSLSSIEAFPDAAPATPLP
VRNRDAGGAGPGVHTPEARRVPRSPEGPRVFPRLPSWGVHTPGRGWLGGTSRAQAGEGGEGDFEDSTRGEASFIERGTAG
EGDASERSSPDRGREDGRGSPRREDREWVGRSTSFQNLVAAELEARADDAERPRCRLNLACLAWKLHACRPNGTSLFFFI
LFLSAVCFPLVVAARVLFPPPSVPDYAIAIIPFFCFHVDASLSDAGVTQLRLPLMGLHLIPLLVMIGSAVGATWVCHLAC
VPFFLIVLYRWPRSGCLVFVVLQLHLELVLISCDICRIPGQGSQGWVLGVVVALVVTVVPWIFFLTANSQLPECPASASC
LFPSASSVLLFCTCLLWCLANALLVANLLSLFLNQAAEAAPVVREKEASLLRRAVAGSQMRRERTTVSDVSAAFFLGVSR
SAWMRAAACFTAAGLGLSVFLFVYVFRDSLLPRPTRRMQRSRSLSVTSAVYADRLRSVSDGLERDSESGESDGDPQAPAR
AFSQLSDLRRDFLRTGSAESHGDRLALYVRSFDLGRGDNGRGSVDRRGSGARRGSLETEDDWRQRAVQAAEIQRKLKTHR
LPLTVNARRHFPPHSCELGVSSDEVAHAVAASEAASVSAGGAAEASGVEAPAAALCTICQDILQGGSWVSEVPGCCHIFH
ASCLQSWLLHRGTCPNCNADLAVSLLGASVEVA                                               
>Tgon_XP_002366950                                                              
MEAPEEDLLDLLAAFDSLPENSDAERDGQRSSSASQATERGDTSHEERCAGDRGEASGADGEEREHREQREEGGREHRET
GAERSSASRSTSRAELVTSRLPTGHAPAMLPSGPLEERERPQSGAGETPASALSDRTLWNDATASAHPNARGGGDLAERR
GETLFRGAAERGQWETRRTGATLTQCFDREGEQRNRSEGGERVNDPFALDDGLAEFFDATLPATRVERWADFLAQRSERQ
REAACVAQSPLAARQTPGSPSVSLASARSNFTLSRGPPISPPLRNTRAASTSNRVASALSSSLSSPIPASSAGCAASAPC
SLEFSRREEGDTGEEVTQSRERNRDIQPSGAVAATAPLPGVYRHPPGETGLATTRLRHRPLSLADYFSRGQQPRRRCLGA
SADAEGSTEGREESTPASSLSCSRNPLSSSSLPSLSSSLSSSLSGSSLASPSLSSSSLPSISSLSSPSAASSSYGTEGAQ
GTRGRPGSLNQHRIYSPVSAFPPPISPPSPLRPPSSCSSSSSSSSASSSSSSPSSSAPSSSSSSSPSSSAPSSAPSSSPS
SSSSSASVSAAASEEGSSRRPPSRVPPPPGAGGGAAPPKKRQTALRWAPLPGPRQLGGASFFFGQEQECPVCLAEFGAVA
ELASVDDCRHAFCLACISKWVRQSRSCPLCRGPTTTVSLWKARAHAKPDEREKVEGSEGKEEPLALRAFAYARRLQPDRN
NVLKPVPLGTSEETEKKLFFGKNSREKSKESALSMPSKGDRKAAKRPTIDNPFLGWQAQK                    
>Tgon_XP_002366327                                                              
MLLSSLTLNDAILFFAFLYSSSDIFVDWDSFESCAKPIQYWLLVSYASIITFRLSHYLGQCLSEDGEDFILYRQRGPPFW
VNVLILGILFPFFCCWTIVGTVWFAQVQSKTPQCLPRGSHPWFFVFWLVLCYVWIVIYCLFIAIAAVFEYRARRAEQEFQ
ILQNEDMLTRWGRINVFAQYGIHILRKGLTTEQIQKLPHEKLQSVPIDQSACSICLDDFRAGDDVRVLQACGHIFHRCCI
DIWLLRNAICPNCKSAIYCSGGGREEEPFCRHDSHGDRVFSTEADVWPSEEPFRWRPSHGPGDVRPCEDEEEAGILPQSR
V                                                                               
>Tgon_XP_002366297                                                              
MFSGSGGRCVDESASLDALFSAARRLPPLTVEECAFDPESKNWVPHAAVRRLKKKEAQQLRHVRLLVQNAPTGQSKCRCC
GGKIEKGEARLGYPTADPRGPFGLLTCWLHPLFKCSSVILEEVLQTQLEDGDRAELAQILQKAREQPANGEALKVEKDEK
DVAPVHSAHAVLGEHLELAALIHGLENLDTSALTQLKATVGAVLHSLVAPAEAAAWLAAAKEKRRAEGDDEFPEGGDIAD
VMRNLVKRQIEGRRPAPPDLLLPLLPFQEEGLWWLCRQEQSEVRGGILADEMGMGKTIQIISLILARPFPPLPRALRPED
SSRERSSLPRVGQTLVVTPLAALLQWKGELEKFVRPGRLSVLVYHGPFRQALKSELEKHDVVLTTYSTLEQDFRRETNKH
KVLCKYCGRLFLPDKLAIHQRYFCGPEAVRTAKQRLTTRKRGTEKAMKTLQITTANAPIVVEEESDDEAVSQEQTRKRKL
SGRQAENSTENAAEGKTGSVDSSSSSVASSSASFLPTPSNVMKELMAEANRDLRDMRPSWVFPKPLRFARRTPFSPFCAH
EKTGDADEKPKSTETRERTRTDGEVDLGGDLSEDEVEIRRAVRTLLDMGYDRDRALAAALSCQGSIEDAVQLLAEDRVES
ESSEPDCDEANKTAERERARRLRQDLKVSRTDLPRQKLPVLQVLLRRCGLPTSGTKQQLVTRLTRFLFQDGEKEEEEASA
GGPNARARRGRAKKEGKKGEKSRTRRSELEAKKAGDSESEGSARSARPRRSSRLREVAEAAEKVQPTVNGSSAGSDVTSR
NTVVKRELTGGRRSAPRKEKCDAKGVSRGSKSASKTPSRAFVATKSGKKGKQCSSSKAARRKADHDEWTESSPSSSDEDY
EEETESSILSSEEAEEASEASEASESEMSDAAGAPPQRQRRRTGAAPAPLPGAVHPSSATEEIKLAGGLVDEEEDENDAA
VKQLVRKSVLHNVIWQRLVLDEAHRIKSRNSSTAQAVLALRTATMVCSRGGGGREENAEGDATPESRAGAPEQEADGDVR
AKRRKTERDCAKEAEGEAKPHLGPAKEGEKETSDASPSEASTNLALCDARNKSGKAHASEELAWELKVGGSRWCLTGTPL
QNRIGELFSLVKFLRVYPYAYYFCKRPGCTCRSLHFRFHEGKHCVKCGHTRMSHFSLFNQKVINPIKRCGYENDGVVALK
ILKRDVLDTIMLRRTKVERAADVKLPPLIVRIRRDALSPEERDFYESLFKQTAIQFDAYVEAGTVLHNFAHIFDLLSRLR
QAVDHPYLLVHGSLQPLDGASLLPTASRKEQPTGVCALCQDDALHTEHLTEASCGHVFHRGCLWEYVQSVPVGPGAEGTS
EALAEKKEVLGCPACYTPLTVDLSSLERQVNNAGEDDGECERRGRKGGRGKNGGNEDEQEDEKDEAELDEVLEKDERRRE
NQSGGRDCEGENSLSRQNGESQSISDLSRLLQQAGKRGPDGIMQKIKASEFRSSTKIEALYQELLEIEREDTTVKSLVFS
QFCSMLDLIEWRLKKGGIHCAKMVGSMSIVSRSNVLYAFNNDPSLKVLLISLKAGGEGLNLQIASRIFLMDPWWNPAAEM
QAIQRAHRIGQRHKEVIAIRFIAEKTIEERILQLQEKKQLVFDGTVGACDHAMTKLTQDDLRFLFQN             
>Tgon_XP_002365321                                                              
MLEPYRDRAEFGGRGEEEDPSPIMLKMSHAMVDPTDTWSRAAWLERSSRTAFLLGVMTIVFYFSGFLSSVLLAPLAALWT
LSCLGDPPEAGESASVGGSTHTASVGAVELLISLPQLGALGVIVFFAAKALQQGQVGVILATLRAASASLLPGGVRRDKD
PTAETAEQKRDAGDESEEEGGGEGDAGEAGKPSEVGDQHEEKEDGDSQGGREAERVEEKGGEQGEREERGQNGEDVSRDL
LHSKGGDCDRTENLQEETPFERSRRGPSELEGLSFDRTEERDHLFAFLSRARKGRQTNAAMHQVSPKRSLEEETTVSSAS
QELPLEAAFDSEKSESSEGRSIPSVEAEAPNLSESFDVFLEAVASEFLRPFADSFVNLFSVSLDAVPPVSALDEDPGRAG
DNLEKDLSTGEDSLRVAQEGRNDSESDFWTERAASAIQTFRAVLESAASSPPPSFPAFSNSILSSCSPSSVSASSSSPAG



MPTRAVRGRTPSPVAGEYRRHLALLWGNGAPIVVPQSSTPQRLPPIFSVYSPASSPHLSSISSSPALSTSSPLQTGSGGA
CWLATPSTRASSSSSLPLSPSPLPSRHSSLPPGSSLPSASSHSSLPSLPPAYSLPPCFSLSSPGHSLSSDRVETTPGDAH
ATIRPARPSPVRPGTGGALSPLAAAFASYSAHRTSVTSLAIQSCRINSSPSSSSPSSSASPPPSASPSASSPSSPPPSTS
PSSSSPSSSASPSASSSASSSSPSSSASPPPSASPSASSPSSPPPSTSPSSSSPSSSASPSASSSPSASSPSSPPLSTCP
SSSSPSSTSFSSSSCSFAASCSRASPESRLENERRTARVAGAGEREEEHDSVPEEDREARVYVHRARAFQTVFNHARERG
DAETRIWRTPVQPIQVKHSAPSFSFEGMQDLDRNRGELNTLASEERERTEENDETGGLVVPDESSPQAPVCSAPGLQLSP
FRTPTSGNRMLSSWPLLALGENVAEASAANREARAGVGVDARGEDREPHQVRREEENERLWRRADVRRRDSDAMESAALE
YVHGSEDANFARQRLPGSELSRMDFERREVSALRRTNIQQIVGRDAPSVDSTASVHSVVTYPASSLIDVLFDFLPEETVS
REMCERFAMVKRRRRHRAFSLPLPSSGLASRRDSETAQEETAEEGEQDAETTQEETAEEGEQDAETTQEETAEEGEQDAE
TTQEETAEEGEQDAETTQEETAEEGEQDAETEEGAFDCCICMGEYAVSESLRRLPCMHAFHTSCLRRWIQEKSTCPLCRF
ELTRMLLPSG                                                                      
>Tgon_XP_002364773                                                              
MVISPPTSPRIPEVKPPAGGQTGNPALHAGLSVIACAVADSSRHNDGQTQSDVAKPAEAGAAALQTTTAVGLALSGSSLI
SDGPIKTANSDDCTRCATVQESVSSANATSLAERGGVVPCLPISTSCVSASSLESSRAFSPSIPLSARRAPPILAIASPR
QRPSSCFPFRAAGGGNKDAPSSCTPAPVVVTLDETYLRQEEATRSFQTESEGRGDLAHVSSEDEGNDAAHSVSSIVIFEC
DDSVGSPSSQRSPASPCFAGAVSPQHSLAFCAGHPEESKTPSAESAPPEDEEGTGVEAELDAGHEDAEVEQPTVVAHIEV
KESGGVFNDEVCSQASDTLEASTSGGSRSEASHGCETDGTGCDAPPSVGVTAPGNAPDFAGEESIASSQECDTPGDGMHD
GSAALSAASRCPECSLHLRPQELEDHLFAHALDALQARAARRERGTKSLNLVETCDSSQRGTLLLRTSVPQTETSRNARA
ASRNLLPCLRSTRQAVGSNARQPSSPQANSSRPATAAEGEAARSPNPDAEAPDTSSEAAESQRSVSQETVVQPASAGTAR
PMRKRKKVGISVTEDGAETRDESRATSGDGSGASSAGTLSRTLRTPRYRLLDRSQSRQSSAASSSSVAAASRTTTARGTT
GMAPTQGTGVKQTRATTAGAATLRRTASQTVRPTSGTQRGTSDTSASGSTSGRATHRYMEATAASLSRRAAMRTASRFVP
PDDGETAQSSSLANVSLSEQPSVSAQAPSVELETLSATRRVLSERGVDQAVETPSGVRPTSGSGTVSESRSSTMSRSRTT
GLFGSTSGRAISENRRMSGALTARPALSGVDATERGPQTTIHRSTLSYGTDEDLPRSDSSRVPSRSSHATGVSGLTSRAT
MGSYSFARVSRGSLEQRRAACAAAAARRAVAGALETENVPSSDGRFGATFSEGPASARGDREQEARPTPVRSSLRSSSFQ
SLPVSSVVSRRSTGVIGTQGRGVTIATDSGARRVMTLGDCQNNSGSTIATAGRSCGGRPLPPVPLLPLSSLSQRLGASST
ARIHSRTSAEEERARRERLACTHRDRSSVGLAGVSTAPPSSDASDTDDRWSRAASARDSRVSRTTSVQEIRPQVLHSARS
SAGSTCYGVPARSNTASFIRHGETLSGESRRALGARRESLASRYSVASGRVFSSAEISSSGWVPTWGQTLIDMGLVPPPG
TNRSVSVQRATGRHRDASREGVSEESSFGATGSVGTAHAMISHAFPRSNSVSLQRSGSTSWAASVQGSSASAAGRSSEDL
NDFRYRLHTGFHSFGSHGSGRVSQEHSRGDSPIALPSLVSRSTTGEVYRQRVSMSRSQIGAWPYFASAEDSDNHATGRSR
QSAHAGGRDRSSSGARHHAEDRWHAARSASTAAPADSRYTRSEWTRLGYAGGYYRDEGGSWSQQTAGVSTHRHHSNRQQE
DLDIQAVEASYQRMEQEEDERRSRVLQILIDLLPTSAFDQSRSANLSDEAKRCSICFEDYEHADELRRLPCTHVFHKNCI
DVWLRRSFVCPICKHDLRSSFE                                                          
>Pfal_Q8I4S6_Q8I4S6                                                             
MAKKIDELFSKKERYLKEIIESNCIYVKDLNHWVGTNYIARLKLKKELLKVTPKLLINKTRSRASRCRVCGFSIEKDNLR
IGYPTKDPRGDYGYISCWVHIECSKKILYSCLYIEENENVLKGYLHEYKNHNCSGEHYNKYEIYIYNNLQWDLFFGGIEN
INEEELSKLKEMAKPYEIKNDLKCRNSFEMLINEENEKINSLDYLNVEKKITNYNLIIPKELKYDLLQYQKEGIYWMINQ
EMSNVKGGILADEMGMGKTIQAITLILCQKLNKLKEIKKDERSDDHDKVGYKNDDEEDEKKKKKKKSHMLHGDIYKEDIL
SFEERDTKHEKSIKEIDIKKSYKNSSSILYCKNSTSDDLKVKEESDCSVILIESDDTQNEKMNHKNDVMAENKIDTENVL
NVKKIKNIKKECVNNKKIKNNNNNNNKSNFKKNDFINKLKGQTLIIAPVAAVMQWKSEIEKFVDENILNVYVYHGNSKII
SDEELIKYDIVITSYAVVEVNFRKIVNKHKQPCEYCGRLYLPNNLDIHKKYFCGPTAVRTEKLKKRKKKNKDTALVAMKK
FDETFVPTPRNVLLEIMANSKKELEDEKKKNIEISNKSLNHNNTKKNKGKKNNQIKQRNAQKDSNIDVIVLSSDSCKEKS
SSSENSVYSPLSRKTSSRIIDLSNLGFDKETMEQVIESLSEGGKKKKNVKNVKNVNSVKNVKSVKNHRDVKWNVVIKNML
ENFLYNVDMNDKCKHVLIKIYVTNTTIQNTELEKLNMGELKVVLITMGKHIFGTKVELINRILVSAKYIRKELYDENTET
EEKDTSGVHNEDGDTSMGVTNQKGKDKFCKERKIKKEDEKSSIEKKRKTVDVISVGGDVKRDMSLNKRRNTTNRGTTMKI
KGETREYASNKGKNNNDDDNNNSYYSDAKSYTSESSDESYQGDICSKKKEPKKNTKSIRRSQRKSYCKSSLESEKKEESD
NSYNTNDYNDCDDCDDCDDYNNCDDNNYCDDCDDSSNSFDSYDSIIVRKSKMSKEKKKRENMKIFDESALHQIYWNRIIL
DEAHRIKNRNTSTTQSILNLKCCGYRWCLTGTPLQNRISELYSLIRFIEFYPYAYYFCSKKDCKCLLLNYEMRDNKYCYF
CNHSRINHFNYFNKRILKPIQSFGYRGEGLSGMSYLKNEVLDKILLRRTKGERKSDINLKPLIIKIRKDKLSKEEKDFYE
SLYKQTSTQFNTYVNSNTVLHNYAHIFDLLSRLRQAADHPYLIIFGNSFLSDPSGKFIKKNTTIIPAISNDYVCGICLEN
VQKRNNISTKCNHNFHKSCLKQYIESFEMENADQQEEEKEDSNFKNSNMIKYNTYDIGQREGMNNVKSTNSCKYDIVIND
DIHNNINKLETHENDNLITSKDLLKNKKSLEKKSKSISVVKFKNKDGYINLLSNDENVKDYPLGCPVCYIPLTVDFNLLV
DKEENEEDEIIICKEETTYINKSFINRINTQEYRSSTKIEAVYEEVQNVINNTDDKCLIFSQYCSMLDLIEYHLKKHNIV
CSKLLGYMSMISRNNILYNFNQDKQLRVLLISLKAGGEGLNLQVANRIFIVDPWWNPAAELQAIQRAHRIGQTKTVYAIR
FIIENTVEEKIIQLQNKKQLVFDSTIGDSGNAMQKLSKEDLAFLFHS                                 
>Pfal_Q8IM37_Q8IM37                                                             
MIIDNTISRNDRINIPKNEHVRGDNTGNNNVVNIEKEKDIINANNSNNMNIVKGENNFSKNVNEHTTSVKRINVEMNNEN
KKNNNEKVCNNVNETINGIIMKNKNNNNICNDDNNKENDNNKNNDDNNKDNDNNKNNDDNNKNNDNNKNNDNNKNNDNNK
NNDNNKDNDNNYIEPTSTDGHIKEEGGKQNDVVNDLSENNQNVDNNQSGDNNQNVDNNQSGDNNQNVDNNQNVDNSQNVD
NSQNVENNESANSNPDNIDDGVESFNSFLLEEDINLSRRAYRNFHICSIFIHLSLLLMVILLMGTLSYDFFKSYISKKEI
VTIYICAMLLGMLCIHICLNLYISYKLLMQVQVSKSLKSIESKIHLIVVMYFSFCFYLYLFERGKYAINSTFSVTIILAI
IYYFLPIFLYIILRLIFFVVILILVFLKRKSPTPKRILKKLKIMKYIEYRKYCEENFLTTNYFYSDNFINDQNKCVQKNE
DMSNIQPNGIGQCVKNEELTTNMVSEIPINNNEISDMKNISTNNNTLGNIPNLKDINNSNNVDNVNIINSDNNVVINIES



PTNILNKNGENKMKNMSEENIKKEGEKIYNNNYSIYNDPNHVNDVININIDNDQIRNDNKTGVFGYFQKVLKKKKNGSAN
GNEINEKNEIIEIPPENNVYINIETSDLVCSICCVEYANDDDICILPCNYLHYYHKDCIFTWLKKNNDCPLCRKIIEKI 
>Pfal_Q8I3G9_Q8I3G9                                                             
MVEEENGLRSYFRRLYINTSDYVKNYMTASDQEMQNNADPIMDIIATAPSDSLYFIERINLISAIISLSTSFPYLTYLLI
YWKDCSCNDILRWWIVINSILQLIQAPVRFFLYFLLRKYKSENERMHIHALRRLTSSKGWKLSKRFSLLNYLWFITGTVV
MVVTRKHTKNFYLWFISWTIILSCIFRVFFTIIWFCFFFPYHQNIPKKKKGVPKTFFSEITTFKYTLTRKLKNESCSICL
SDFVEKDEIMELNCLHNFHTKCAKKWLSQKRHCPLCQRDVMKPI                                    
>Pfal_Q8I5Z0_Q8I5Z0                                                             
MSISNSSEQANHKNMEDDLNLGENNNNHNFISNDDGSFIDDNNIIEDECITPKDDEENINSKRKKKTGKMNNEENKNIRL
GRRNDQSRCDQGNTINYLQQNNNVNINSVSNALHNVINEVMNSCVAHMNNNNNNNNMNNSNHNNNNNNIHNIHNINNNRS
TYNNLNFNMFSLNNNNTCNYNNEPNNYFLQDGVHAESNNADDDEILVQNNDGEENHVDQEGHGHGHRSRHRQRQRRQQED
EDNHRSINELQDDENYNNNNNNISNNNNNPNDEQNTSENEDHNNDGDNNNEDDDEENDELELEDDEHDDDDDDDNDEEND
DQLNLEHLNMISSYERRNKVQNRINHQNNNNSNNNINNNNNNNNNIFVNNLHNNNQNNNSLNQLSGVHNNNENLYNDSGE
RYNLSNNNSSLILKNDKKKNNNNNNNNTSKNNMNNITSNNKSLSHINTLNSSIIDNLTQYLQKELTCPICLDYFYLPVTM
NCGHTFCRYCIGHNKLNGKNCPLCRQPLGNTACINTIISNLVRIYNLRRKSLKIYKSIEIVNTVDEMWWNENFIKPQVSV
SLFLRIFLHDMISPPIFFDDLTSCVIDFFTVNKLWSKAKWVFNIKDCRVFSELIGYDKDDKETTSERLHAWVERYITQNP
SMCMRKDEKVILKLYQDRTHRIDSHVFDSSVLPNRLPWDGGRHAKSLIHMPHSSVSLSHLLFVKAENNNIGVVDCGSTIG
TMIKVNNYHVLKEGDVIHIGDRLEVTVSIDKNTAGMPYKGYVWNKNANKVLDRHELNELIKMETNSNQDIFITEDQIPSY
CENIESNLLIKFDFGTTKEEITPKTEYIDPKGVVLGRGPYAQSSYKKISVTNSNGYVSREHCLIYYDGSKDAGERWLLRD
TSTLGTFLKIKPFSNPIPLPIGSIFKAGQCKIEVCSHDSAQFIQYPERSISLHNTNNPPNTDNNNNNNNNADNRNNDNDN
NNTNNNNNNNNNNNNNGGSNNSSGSTNNNGGNNSANNHTNNNNNNNNNNNNNSNNNSNNNNSNNNNNNNSNNNSNNNNHS
SSSNNAPNSSHANNNHSNDNNINNNYRNNHVHTCISNNSYHRNSGNTNNFSNNMHSSYNNIINGIYNYQNNSRNLNNSSS
FGRTNILQDNSHHENMSNMANQNNNFEAIVQNLFQRNVNTLGRENNPSLFSSRNEQLRLNNNHNIMNNNNTNNNNNNNNN
NNNNNNNNNNNNNNGNNNNHCSHGDTYFYNYLRYSVNNNGRNHNNSGSIDYLNDNEESDNNNNNNNNNNSSTKERNNNRS
SVNDSCIVENHQHYHQNNNNNNNDNNNDEHDHNNNNSSGHGNNNNNNSNSHSNSQNNNNNNNSNSNSNHNHGNGHNNYNK
SHSNNHNYNHLNVNTPDYPFNVNTRFREHAYNSSLGSCFLKNKNSEMQIPQLNCTLNSNHNNMNNFVNCNDNNYNFIPYN
LDQSNSKYENNISFINNNNNNNNNYNNNYNNNNNMINMINMNSLNNQHTAALDNTNSLFNIDKFTLERRNINICANINSI
FNNINRDSPCLDNRVNLASNETIQNAPIRNMHSLNVNKKSEKPKTNDVYKNINKNNIERKNSKNGLKKFLINNNKLDILL
KKKRNHSETFLYTNQMSTTQDEEETGPNTINTTNYAEAGGIYNEMNSLKLIYNYINNLNINNKKTNVSPTNNIIECNSDL
KLENNANTKNLNSLICSGEFNHITENNHNNNNNNNMNSMINNINSHNHIYNNNQNNINHFNDLHHSYNNINDPIIIGDIK
TKKLLFSDHNNVNQNSFFQSIKMNN                                                       
>Pfal_Q8IDY8_Q8IDY8                                                             
MPVIPECCICRLSLKNNLCVEKNCGNIFHYNCMIKWMELQKSCPLCKSSCCKKNLLCIHYEINEDNNIKIDENILNKSKD
ELYEELSKYEADLIKTQNENEKYALEILTLTNKNKILSETVSKSNVKINEGKIEKEKLKDLKDEYLKDKILLTAKIEEYE
KELKKYKLIENFLEDLNKEDLNRINLLFGFNILSISEQKNVILNYIKNCMTKEKKNEQIIKELNEQIVERDNQIQNFKEK
LYKYKLNEEINDSNENKLSNDEKDTKPIKIKNKIIRRVATLESKRNRNRFRYSHNNNIISSNNTNLSKSKTSNDNILSNN
NLDFINFIDNKINNSNSLESIQTTPKRKKFHPIEIDLLRNKSVDKLFSNLIDKNFEQQKKENFELYSNKTEPCPTQNNQS
TPKAQLLPRSSLKVHENIKTSRHRKRKSLNSQSSKITDFFKKTMN                                   
>Pfal_O97260_O97260                                                             
MAHKVKKEKKTEAQETPVVAKEQTHAKEENNESNIAVTEENVISKNGQEIAISKNDQEIAISKNDQEIAISNNDQEIAIS
KNDQENVALNSSEERQNASKEEDNELKQIKEFHDISNENEHNENRSFSTSTLSSFFKEYEENSVEQHFFSEGTHTEHSME
DSNNVETIENAITNDVLRSNRSTSYSKQKNELTSVTCYVCGETVDLNIWSDHIFAHKLDSKTTRENYFSNEKGNNANVDC
CKKEDNLNCDVDRYDEKKENINITNSSLSSSSNGAYDSLNELYRNINDERQKNKIAQKPKEDDNNTNLNISNTTNDDNTK
GTNTYDNVRNNLERENIEQGEMFYNGNSKIDTCGYNTSLSNGNETTKIKESSNVNEKRNSEEINLPGTENSKEDMEISRS
TNNEANNNEHDNKEKEEKRVNEKKEEITQRSRYCMDDNSPINYFGIAFNNRKEFTIRDYMPSNLHDRNTSRIYGRGIRTN
SSSYYNILENFYKRRLQRLQNARNRMYIDYDKIIREIYERYRRTGEFIYRPTNTNGNYYRDRANANMGNNNMNAGILNNI
KNHLFNANRKNNMVLEQKLYDNKSTESFKNMNRHEVQSINNKNTNMISSNSNSNISKDKNNNVTNSHSDDKNNKRNNDKV
NIFNGKSIPGTKLNPCNNEINSVNNVMRIKPEEYNNRNTEFKSFKTPTNINVPIAPHVSLMKRDNLRALHLNADQSINKL
SKNEQTTQTDINRNTSRMDNRLEILTNTNNNNNNNNNNNNNNSINNSSKNEVSQKNGKDNENKNENENEDKNKNEDEDKN
KNDDHNNKKEDDNDDNNNNSSNNNNNSNNSSNNNSNNNSNNNSNNNNSNNSNNNNNNTNRNMSSNNNRNNNNTNESSGNN
ILVGRNNIRNPNNDVIYSLIHDMYRDKGPIQIIGHAPYCDDQYIVTNPLQTRMRNVNVGQNSNAYDNNRYRTPNGQNYSG
GNNNIITTSSSNNRDGNANRDGNANRDGNSNRDGNVNRDSDTNRDSDTNRDSDTYRDSDTNGDSDTYGDMNTKVIINSTD
NAMPGVVTHRVIRDGNQDTIVINVPSTSRCYFALSLQSYRHDNPENSTQGNVNSNQNNDVNNSLSLFREGHNFSCVNYDR
EKSEHSNLKKCCICCENYQHNDNVIFLPCTHNFHKQCILKWISKNTTCPLCKIDLRNSYKK                   
>Pfal_C6KSS0_C6KSS0                                                             
MNIDIEEEISNGNYVEINNTEVVIFRYFSMVLYILLFFCILSFILMCVYYFRTPCESCDVFNRILVIAILIKSIGHLKIT
IIRIKLRHEIDNDERLKNIMISLIKLFNFLTFFLSLLSLYLLHFYKNICTTNTISLKIIRIYYYFTITLYFIPLLFYISL
GLFLSIIICIMINFSVDETDRIPTPEYIIKKLKVMRYEDINYIHKKRNKNGKSGVKTFIKKPSFELILDKVKSVIIDNDN
SPNHKTQKNKNEIIKCKEDKKKRKKKEQQQYIKGKELGDIINSNIVDENLQDMLKPLNSLPSEDNKIHNTFEKKIDNIRY
DNVTNYHHQNNDNDDDIIISSDKDISNESQDDTNNYTDHDNQKIYNQNDDVCSICMMNYINKDDVMIMPCDKRHFFHVNC
LTKWLYKSQVCPICRTNIVNCINSKNEIV                                                   
>Pfal_Q8IJW9_Q8IJW9                                                             



MNSYRSSTSKHINFINNVNLKRRKQVIEKKNILEKVHILPIKKNVYNFTKLYQKLNSLINEECILYEGFIININEHDMKE
KEHEINNKINNCITNEECVNYKNYNTSNVNNINDDEKETHDYNIDIEQTNTDNTHDKKETIKTKNRDNHNISNNEKQKPT
FEYKNNFHNNTDYIIINCVPSTGILSHDTLIYTDGKYVDNLRKIHILIIKDKNYKKYEKKCQKYFGSIKKYLLKKSNQIF
HEAFSFVSYSLDCFSYKLSTKDGTEKKDSDDQLTNIDSSDDVANINSCAQVDKCNKYDQVDKCNNYDQLAKYTNYDEVAN
INNYREVKKNKKENVAVDKILMNYLKQYFRKNQNKLYYSGKLFLINNFTFLTLKIDSDVNVGFIDKNTEIILSVDTYEQY
KNVHIVPMYDTLPTTYNYDLFMDYVKPYIERHYLNVYSIHDTFFYKGVQFKIMGIDPVNIKYGKGRISCNTFIYTEGCIK
PTFFDVISKESINYIRSLPFEYKPYAILNILQHLDSDSLLRLFPSSNINIRENHKKEEKLLEQLTKHKYIFNKNFKNNYT
KNSLENNDSKNKENYHHINRKRELHTTTSTLKSNLINEQCAVCFEYFQDYDKCIKLTCLHTYHWKCVKNWFKFNLTCPCC
RYKLNF                                                                          
>Pfal_Q8IJC2_Q8IJC2                                                             
MDEENERERLRIRMSLNDLILILSVCYSVGDIFVQWNEFSKCYKPIQLWLVVSFISIVLYRLSHFLAQYLSNDNDDFIIY
RRNNPPYYISFLVLFILFPFFFIWNIIGTIWIYQIIKYTPNCLPRNNHPWFIVLWIVLCYIWILLYLFFIILSIYLEYQS
RIYERTITNIQTDDIFSRWTDNIDLMRDYGIFIYRNGLRLKQIENLPFYYIKNISNESKCSICLNDFQIDECVRTLLLCN
HTFHKSCIDLWLIRSATCPNCKSPIASQGIFMNI                                              
>Pfal_Q8IJZ4_Q8IJZ4                                                             
MNHVDDYDYFCHSCEDVKRTSDVEIIYNGEIKCKGCNNVGFVEKIDEDDPLSFHSLHTSRDVGESRSGPNSRNDNNNNDG
NNNSNNTNSRHYNYRNMNNFGYRTNIPRSRRNNHNNNNNNDDGSNNNRHNSSNSNNNNNNTRSSHVRGEHDNFFNDFMLF
RNMYQQIFNPSFRAADAEVHFTAAVGSSNNSNDINRHNNNRNNTTTPTTNNNNNNNNNNNNNNNNNNNNNNNHMGNRNSS
RNNENTNETNENETSQNDNRNRNIFGRTYSYNRNTRNPRIITRAIDITNIPFNSPGRFNFHDLIDNMFANTFDNISLDQV
LTIIMESDPSRNGPPPASEEVIKNLKVETLTEERAKELESCAICREEYKENDEVHRITDNERCRHVFHCSCIIPWLKERN
SCPTCRFELPTDDQEYNCKREELRERLNSEMSRNNTYNGTDNDNNNNNNDNNNDNNNNDNNNDNNNNDNNNDNNNDNNNN
NSNNDSNNNNNDSNNNNNDSNNNNNDSNNNNNDSNNNNNDNNSNNNNSRRHNADEANYNTLGDDYNINILDSFTNEQTTS
ILQQVFNSFLSGSNDSYRIDRIYLSPDNYFSYSSNRNRNNINDENVEVIQVEETRSDYNESHDETNENNEKEEINREEGN
EEEKRSKRKKTNDYDDNKDVYNNASGSNSNHSNHSNNNNNNKGNEKNERKEDMCNVSSGSNNNRNSSSRSNYYNNRYRYN
NYRRSNRRNMDQDYFNIQDDEVEEENYYYCTPPNETIKNNTRGQRNNDTDNVRNNNNNDNDNKNNDNKNNDNDNNNNNNT
RRRNNYYDNNSYNNPSYLHENVFDTSNVYVISERTHSNDRSNDSNTRTISQLYLTDLSDVFANFNYSCNFNNDQYIINNE
EDHTKDHDGKDEQEGEKEKTKNVNSDHMESNINDSGVSLGGPKENKSNDKNEHQVKEKRASFEINTGKTSTTKKNEKRLY
EKVNNTTYSNASNSNNSTRRSRDSDNEKEGSRKKSKNYKNEEEYRQSINNNNNNNNNNNNEDRRNSNTSCSHKYNNNTDN
APNRNPSDVVNNNESNEEQRNTTKRQSTVKKYLFDKLNWLKSYDNKDKKKNEKNQDSNNKSDENDTEHNQNDDNATGMSN
ENNDDHTSHL                                                                      
>Pfal_Q8ILM8_Q8ILM8                                                             
MELNMRLYILLSHLGLAFILMYAFMKYDEFYLAVVYLSTEKFPRTIIYNFFLMVFIVLCKLLLNVFIGELRYLEVEQLID
NARAFIMDTILFLVLSKPTINGKEVSSIILIKYLSIIVILKAYHLVLYSRVSNIFELGVPRTRVLVKLFIFMCLLSIANL
SLFTYFYKNSLKNSTMYLWLFFECLSIFESCQISICKFFVNVIDLRSQNGLSSKATILFFLDILHDIMSLIIFLVFILVF
VLNNFSNLPLHMTADIIHVVKTLISRFKSFQKYRELTKNIETKFANATEEELKEAGTCIICRDDLKEGSKKLSCSHIFHV
DCLKSWFIQQQTCPICRTEIKPYAKNEQNKSENDTTQKEKQEEKIEQPTIQEIITKPNFLINDQHLYLNDTNVMGTLNIN
QQYYPPINKNINTKEQIKILMDLCNYYRELSLVCLKEIDKINHSSIPANVMLRNIYGSIHYNILNNMEDDEVQKYLNKIS
HIPQMKGLKEYIEKVLITDMKYTKDICSSL                                                  
>Pfal_O77347_O77347                                                             
MSDNIENPRDDNENEDRNNIFLYNNEISNEGSDSCNVLCLFLFFLSLFFIMIISADNNTAHTFSSPTNNNNNNNNNNTDN
NDNSNNSNNSNINNKKNYINNNNNHSNYNNYFDDDPSIKYRKNNNIYKDNINDEFLKKEDNDNIMNNMLDNILIQCLHFK
GAYKIRNKNNNNMSDGIFEAKLVTLKLALNNVTKSYIFFYFNPYDNNNTNHNIYILNDIPKQYKYLGFNGININKENRYI
FNGQGYNISTFCQLKNNVKKKNEAYKYAHTNIYNNNDNNNNNNNNINGVNENCLCNYTININQYINKYESVSLREVDESY
LYSLKGYILDEQEYYKNYLQNEYIKLYKNYISYIQKYYHTHYIEKENMIHFHSLGNVNEEIIKHQSKLESAKQNDKELSY
VTLKKVKHESGTIPNHNTEREYTSNVDNNDGNNKNNDGNNKNNDENNNNSDGNNNNNDGNNKYNDVNNKYNDVNNKNNDV
NNKYNDGHNKNNNEHVTNAHYDGYIYSNNCNLLISFEGIDIDKKYISTKVLNFSILFNIKSIIEISLFWSQIGTSGSIPG
ASRISLISICLNSLIDIFESLLLLYEVLLSKLLLIHFILMILLKFLLFTIMEVRYVLIVWKANHQHEVNEGWEHMQRKLS
KLYKYYYGSIFLLILLFYYVFPFFPYILLILYLCWLPQILLDIWRGQRNSVDIKFVFILSLCRLYLPIYIYLYPHNIFQL
DNFSQLIDTSNTMFSILIIFIVFIQCIYMLLQRIYGPRYFVNIDLLPHVHNYYKTIDVNFEAGIPECVICMYDIVLKPNK
YCVTPCYHIFHEKCLQQWMDIKLECPTCRGPLPNFS                                            
>Pfal_Q8IID0_Q8IID0                                                             
MANDLGEISNKQKGYMENNEKNSEKNNEINNEVTYKIINEIKNDTVRNNMVKEGNKNINKKHNESNVNIVGNKKYESDIN
MKNKSDEEKCKAFFKHEPCLKNVLRNIFLKSKSNKCYDDDNNNDDNNNDDNNNDDNNNDDNNNDDNNSSNNNNDDNNNDD
NNSSNNNNDDNNNDDNNSSNNNNDDDFYTCTNTSIDKEINNNNVKNKKQKECINNEEKIPSEVECAICMKLLIVPVTIPC
GHNFCRDCIEKAKEYKNLCPLCRSNMGDKKNINLLLGELIKQKYPLTYSKRLEEIENLKLEQEKKVIKERINAINNSSII
PIFKAPLIFGPYFPGEVFDINIYNKRFIDLIYFISNEGTFAITSSKEKNDEKKLYGIHVKILEQKKSNQVFYLKCVANFR
VLLYNITLFTDYGNFVGLHSPLFDENISINFLTSHIINNTTVHTDSTNITYGNYNNEQDVGLSNNTNIGGKEKIGDLKKL
LYQIEVEEDINLISYYYEQYKNITNMGELIDNNNDNNNNNDDNNNDDNNNNNNNSNNNSNNNNNNNNITNIVKYHCCIIL
SKICLLCIKNQLNRFGSAGVMLFNTKFRNIKLTSSEPSKEELEKFSYSLSCAIISRSVLKWKWFKITDTYERLESITQYF
LKKKNKSILALDNSRSPLIHRFFMLDSISSSLIILVFFLIIICIKYFIY                               
>Ptet_Q6BGA3_Q6BGA3                                                             
MILQLSLLAILGNAYQLLKKIELEVINNFSEKLSLETNDEDLLLVFYFEKASYPLAIVSHEKVREADFNITTKPKFIESR



KEIYFDFESMQTRHNIHLIEISQGNDIYYYVRDGFGPFRVKLEVYSKPHSTCINNCQGYSLNKIIQNASCTSKCECQSGF
FGSYCQFELQKMEKDVQYEIQLMARKIIYLSYQFNEQALLIAEGVNEPITVSFGILGLKGYEVPDSTSYTAILHSQLSLT
KLMQNLHQQFQNSTTLVIGLQCKSNQSFKLYVKQEQIPKIWDGNCLFLIFASFNIFIIIICFAITNLCKKKDIKMNKKKI
KVRPPPIEENPKNFSGQFFDKYFEIFDYEDFIKSNPEFQQNTQCVVCLDNLNQKEISVSICGHIFHHLCLKKWLMKVLTC
PSCRQQITYQQVIQGGWIGSKLSQSPLHPQSNPKCKLVNDSNILIESMDNIEIVDKQDNDENQDS               
>Ptet_Q6BFE1_Q6BFE1                                                             
MKSSQQLIFGQVKQQSRISSYLNLYEYNESSVIGIQSLQETDVTIQYSYQTTEECFYDCKNDSECRNSFCICREQQIGND
CHLVLDNIQTQYMFQGFKMYYLDIKQYYNLDYVLKFQSNSKYITYCIIDSMNPNLIQLNVNSILNITKSDIASCQKKIES
FQKQFNQTVNFYYLVYFDNLEITYLNQSNDAADAYQLIIILTTIIGTLLFLIIVCTMRSKFQKKSRVPKRINLEPKNLDE
NAIITLMNRFCPSQEYGALITRQNKYLVYEKCSICQDTYNHGTQIRLTFCEHLFHTPCIDKWLDNHKVIFQVIQQYCPEC
QSPFDLINIRMQCKSQKQLEMLQWSYRMDEVIMKNDPLVNQSNQHQSFSQVESIRNSLAFEYHN                
>Ptet_A0BE23_A0BE23                                                             
MNLLFCLFFYVLFVQSLIKEFQAIHDFLLIEIFSDEWPDMKIEVAENQLIMGEIAQESTQYLSMYYKLKIGVQYKLDIFV
LPDSNVTIQEVPQRNCPNNCSNQGICQNLQCHCQSMAAGYKMLIYKCRDRCQFEVAQLYNMTQYSANLKPHQTQIIGVFY
QQSQMIDDQNQTRNFQIQSSSSINSQIFLLYPFQSAYSNMVDSKLIYEGQLKSTPQEIDYSSKFQRYHIEASYFTFLLVL
KNMNSQKQDVVLKYQLLDNDQKFQDFILVAILSVISFIILLIIIYVVRRRCQFQQQSKIKENQEEDFSDNIAIQFMPIVN
PVKDQVCVICLDPLDDRLCRQTPCKHIMHDNCLKQWIQKQLSCPMCRETFNDVEYIPRVFKSRNQTSNTLILSHQGQSIV
QSERNSVRSMIITRTRQSRLAVFQ                                                        
>Ptet_A0C724_A0C724                                                             
MYRIEQNEYQLFIVNGKSDVGVSLIPSNISRLTQLPSFNSYFSLIPQEYTYQATIKKQSDEIESVVIIGLYNFNQTSEAE
IQLSLNEIIGSDNIFPIWGILVIIAVIVLAILSIIYLTVQFRKQLKVLSLETPEIGLEILNKYMPIKKVQASMLNEFCCI
CLANYEESDTIRETPCNHIFHDKCIIEWQESNQFRFKKSKSCPNCRLEFTEEEFSRLMLQKQTDSSPENKKHQNSTFIQR
VTSIKLIQNTNPQQRRNLEDSTSQLNQVEEIPQQTYVQPFNIFDQAEQN                               
>Ptet_A0CGM0_A0CGM0                                                             
MECPMCYEFYALDRVARNLLCGHTYCTICLETMYKVSKRIECPICRTKHEPNVKPNNLSKNFVAMDLASKHLEEQQAGPF
NNQKNI                                                                          
>Ptet_A0CHC4_A0CHC4                                                             
MLCLILLQLVVGLGERPQNVADLSKILYGYEYKGLWTSLKKDQQFQYLSVEQGDAYMIFLSNSSQQNSDDLIDRFEFQLL
NPKYQEQRQVFGIFKLTNYTESDISFENISVLNYSTAYKFRRTHYSRERCEIAYTVNIEFEGENYDKEHAKIKAHLQTYN
KSLDSSCDVDIELDLTLDTTNYLLRIIMYCAMSVMICFTQFLFVTKLCKALIENVEDSNKISFFAVGFLTVQDSYICLQN
LYSALINYQYFQYFVLPAFFYFLLATTCDMKLIWIVWRSRHLEDLFDQQRMRRAITYFFVQFYFSLIIYFVLMYFLSNYN
WFICLTGLILLPQIIHNIRLGNNPKFISYFVFGILVPSMFYQIYNRGCPSNLHGLEPSFAFCMIYLSEYLFQIIVLYIQF
KLGPRSFIPKCFLPKQYNYYRTLNIQDDHEECAICLTSLMEDPLTAEAPTEKLILKQAMQTPCNHWFHPSCLRSWIDIKM
QCPTCRSALPPLLE                                                                  
>Ptet_A0CTC1_A0CTC1                                                             
MIFLLCISAVLASFNTQYVTDQLEIQQTNLNSSKSYQLSLIITQLPSNNYCLPLLQVIINNQTHNDSLAYSIKANIQKVY
FNSTDNITIKVSCIMLEHFQNQKNINKTMHFNLTLTEAKQHISPPCQFPHYGQNCSLSIQQIQKEFSVTILILNNTWFYA
YTILDNDDYEIYVQNGDSLFGISIISFNKVNVTRLPSFLQNFIVLDSYSDENQILLPKTENSQESIYIIGMYNFNSTQIQ
EITITITASDKNEEFPFWATILLISIVIFGLLLFLIILCHYKRQYKKLTQIKPALDRKVLKKYMPPQKVDSKMSADTCSV
CLVQFELKEKYCKTPCNHYFHEQCLLDWTTKQANCPVCRQGLLENEINELMEVKNNRNRQVQELNIQEIQEAIKSKDEPP
SQTYRDLPFLQLSSSPFRTQCKIELDCSPQAEHSPQIIQFDGSPQNLTNRNLCFQSDGIVESQN                
>Ptet_A0CTD1_A0CTD1                                                             
MQSENQDYVRCKYCKQKIHQCQMFAHKLECNLQNHPNYQSEIKSRISENQSQFQSQNNPQQQSRVQQSSSRNPVQYVESH
IYSSEQDNTFNQNSMMNNRRRSDYPDQQINASEAQRMRQQNRNQYTESLLKQAQKKCEYCDQEYPIQILEEHYPHCEAKM
VIEQMSIEGERNENFYEQQNNNPYDNTYHLNQQQINNQNDIYSDQPQNRNQNIVTGTQIVVLPNGTRRKIITTTNLDTGQ
VIEKKIIIESQSQSQSQTQQFLQMPSFPITFGRNTNQQNQYFSFLNEFLRNPFMMNQRRSRFSLIPMMTTQHHRHNQGLD
NLAIIKFVPYDGLSQEYKQCSICINNYEDGEELILLPCIHRFHKKCISEWFKNQSTCPICKTDITQQEMGYEEVD     
>Ptet_A0CUB0_A0CUB0                                                             
MQQFQQIQEPFVCACGFSCNYKCEKELEIHIDACPVYSAYSEFMKYIERKDIQNASLDQLRVLRAEAKVYLSRLDMMLMI
YSQQQLPILQKTPSQTVQCEKCKKQFGANSDFDKVWYLENCSHILCKDCMLKICKDDFLPRKSNVTCVCGERFKDQEIKQ
ILGKELYEQLTEKLNLSLQNIIECCHCKERFCFQKGNIEEKIQDQNGKLVQGEQLKHYIENRFKCSKCHTEQCRNCMSVP
YHTNMTCEEYKINKAAVKCRLCDQPTEVKKNQPEALQTICQQQECQNRAKNLCTIKFNCGHFCQGLKNTPCLPCLNEKCA
KDQNEDDYCNICFTEGLKSQPCVQTTCGHIFHEDCLRQKLDAKWNGPRIVFNFMKCPLCNKFLDVQVPHFKKSIEQGKAL
LKEVQELCLQRLKLEEKEKDKELLDPTHQFYQKPLDYAMHIYCYYLCFKCKKPYFGGLKNCQQAADQDPKVEFKQEDLVC
TKCCPLLTLEDKCKKHGVDFIDFKCRHCCSIALWWCHGTTHYCDPCHRNIKTNMTKPCPGPGKCPLGIPHKPNGQEMSLG
CSLCRAERLKAK                                                                    
>Ptet_A0C5W7_A0C5W7                                                             
MNRRKNEHIHNAYERILEIKKRIYKSQTQFPSFLWHHMLMYNISLNFNFIYMPPGFQQQLKFIKPRKLRTWFDDIPILVG
VEEFEQIETCAICLLELNEKNVIKILKCNHFFHQECIKQWLQLKAECPTCRDQLNK                        
>Ptet_A0C450_A0C450                                                             
MTPNQLKMMVCLLLVAFISCGLYFYIFWKKLDHKPYYEQLAFAYGLLLGFTELLVAIILYILIKTRAQITSLGEIGRYIR
QNCYKEYYALIIINLVFLVTFNIITILDPESVSFKDIQSLHFIAAYYVQSVLFAIFSNDLLKRRSLIPNEYMFEREGIFR



CAYEVLYYVVCLFIVLSYFLVTHFEKMPEPNQTLCQLIIFTLLYQFYSITKLGILIKIFLIITTTRLLYSAANSIQDLKE
TSQKGSQITLVVITVLFLIRMVQQSILGILRAREQYLNQIQHQTPDILSALNLMPPRDPYIRGSTQIISEEQIQMMPQQK
FKLENEFVCSICDMNLLKNEMVMKLSCSHIFHSECLKPWIRIKNSCPNCRQQVLRQGNHENHIQQPVYEHPQEQQHQVLH
VQIEAPPSNENNQAVQEFHDRQLEIQE                                                     
>Ptet_A0C770_A0C770                                                             
MQYRRILEAFEHRWMERYEQNNKLRTKKLILDPPDQVSDKENLPLSKVQQTNQTKEQARKIRLKQQLQEECPICMMNLDE
LQNVCEIDVCQHQICLTCIKEWAEKYKTQCPYCRATFKKIYPIENGKRRKTPIKLNLKQQKWKPEQDQFYNSQDQQEENQ
KCQLCGCSHSQYLMLVCDKCNDQMCHTFCDPGFLEFFIPEKNWYCLDCRKSKLIYHKPK                     
>Ptet_A0CCU3_A0CCU3                                                             
MNQKKQQLSNSSQDKVCEIKKKIHKPISQQSLYFWGNNYIESLKKSFLTKNFMYLNLLQFPQLKPTNLKVLKEQTPKNLF
DDIPILIGVDEITESEQIYYKQSRVCSICLLEINEKILIKILQCNHYFHNDCIKEWILRKPECPTCRENILSQ       
>Ptet_A0D9I0_A0D9I0                                                             
MHYLIKALKMYLNDMIFLIFKSLSILFVKQGRISFWNIIIFNFLMCLNSKYCICIQLYHKVVVLKYFVIILNLYHGALST
FQKNYLNQSLGILQGLACIDVLGTVKLTSDIYVKQILGAYYWSLSFAIDISCKSKYGVLFKLCLPSFQLLNKIFNIKHTF
SIVIRILLVLIIVIQYQFALKQWNQIVLNKFLFLVKLNNFNFIFCKLKSSLFTTIFFSYIIKHISFNQKIIARCQESIMK
QNLQLDQQSELSQMKAYEFILRVLREEHEEEHDDESSNKAIVILIFLSTGLLIFGFLVCLCKCLYDRIQKKREAQVRQLN
ESQYQQQIVQIETLCLYNRDLEDCPICLMPIPSILLVTTACNHKFHQACLALWLQIYNICPTCRTRVSQ           
>Ptet_A0D9J0_A0D9J0                                                             
MGQTQTQQQEDIPNEYVHYLSKSKFNNPMHLAATTAAHHIYGNQEEVQFLARCPKCKSHQFDDQLGRVTNCFQCKLIFSV
NDGQIQIRQDSTLLEDRRTFQITEVQLPQLESVTLYVNRTILDPALIKDNVIDFQRLIKNVLLPFFSVRQRVLESGIKFS
IGSFEFRVVGGFPSKGIITKLTQIYCYGYYIQDTTRRVKILSRKPSSQLDSEIKSYFSVNPKDNQIIQDSTIKVNQQKYL
VLQCDNASGKIDRNSIIESIPNVQNLRDVKLCCLKCPVQYQNSRRDRVKEAVRRVIVQSYFCGFSRFIEKGQILRISDFE
FQVQFLQDHGLVVPNYTQIDIDFNQSMQHQQNRQFEQLLPSSFVSNRRNDIHRQHTQQIEALHRLLNTFILLNENQQLLL
QLRNTRASEELINLLPVRQITMEFINQHQNDDNLIKCMICLEDYQENQFVRTMPCWHFFHQECIDKWLHKSTLCPICKTE
VDTDSQMDEISI                                                                    
>Ptet_A0E9M6_A0E9M6                                                             
MYSNYFFFIPIIFWLAAIVLTILYFDLTRIYQWQYLTFIVITSFITGFDLVALFTFPFYYFPKSILNYCRRKKHIKPYNP
SSFDQSTSQCAICLNEYQKGEIVYILPCNSKHYFHQQCIQNWIQYQSICPFCRAEFIYLE                    
>Ptet_A0DFX9_A0DFX9                                                             
MMYALFLFSQFAYCYEEIQLQNTKGLRQLNIENTRDETIVFEAKSSQSQVSILLICDSAPNFQNLQEIYNDSNFGCICDW
NAFDFSEASQKVMLIRNSTNNMISHSKNVKYTNSRSPYVGVFSNKYDFVNIYIYPKQSNDCIVQISQVFNRNCKYNGECN
KGSCQCEEGHFGFDCKYQGSNILDEEYLIKSRFYYVDLKSIKESNFSIQFKKQGELSYQCFSINPYLRKANIINSDNIYI
SAEEINNCLHQGDIQFGVASYYIIQIYQDELLYIKKQDSENFNDNRTILIAILSTCLSFLCCLIFCVFKCYRTKRVVVNP
NANANRILMNLQENKTTIDQTQEINELIPLIQYSAIFKKYPQILDFSQCAICLDTFYQEQQVRVTYCYHVFHSKCFDAWI
KKNSSCPICRSSQDKRTIKQQEKLQTIISQNTEFNPEVTNQKQAISRTYGETPMLTNHRSVGSSKYIQSNI         
>Ptet_A0DG03_A0DG03                                                             
MISIIYTLIQTCVGDILYQNSFNSILGIQSFPLNQYCSSLSQEYKLRVMLTQQSNKHSLLAICQMNLNDIEKFQTLFQQD
NGHDSNCLVDYNAYILENQTQQIVLTQQKMPTLVSEYHNIFSIEDNSCFAIIYSNFNSILILTIERIGIDECVVNCKNQG
ICMKGLCQCPLGYLGFDCNIVSSNIHQNSYFHGLQIFYLDLITLQTNDFKLILNQELQYTITCYADSPHLLSTLNQSSVI
YISEESITKCKEATETLRVFTQLKYYSQFVIITNTTTVIKLAELEEQYYSIILVASVMAFILGLIVIFITLTYLLKIYKE
KQIIKNKQRFENLMPAQQFMSVSDRFPESKSETTCSICLESFTSSSLVRMTYCEHVFHSRCLERWMKNNKICPLCRASLD
TQTIQSKKKIEPSTFKVKNGQGSILQQLSLFPKNDGSLHSIDGSLSYHSPVIRSSLQITQPKKFELK             
>Ptet_A0DNI4_A0DNI4                                                             
MMMEQNTKQEDYDFDYAEKNIIEYQLDQSGILHISQQKLFIISVCLFCGNEISSNLLKLNCGHIYHQDCFINWLQFQIQN
KKSSIIKCRCGTKMNTNIIRRIPESKIRLKLLNSLFSEQLAIILPNLRKINDFDQIQGLFKSNQYTEDHDYVSSSGLLYF
SNYSTPGGD                                                                       
>Ptet_A0D8Y9_A0D8Y9                                                             
MNNNSNIFRPPSCHKVQTPQFAKEQQQPKNAKGNNRQVFRIQTFKLSPNFKNNLSQMPSTQDTLEQRLADQTSEIRLLQN
QIAELKKQNELLEQRLRKANSTVSDYWIKVKDTQTKLQQVSNKFRNSRDKKKMYKRRIIDALNYFYGRYTDAQQQNTPFL
QLEELRQILLQLGMHESIVQEMQYLNQQAQNQLNVNIDNMTYEQILNLQERIGNQNVGLTKLQIKEIPKRTKEANDNVEE
ICTICYDQIQTGNVYRQLPCNHIYHSKCIKAWLLNHKKCPVCNIEVILGSEQHEDHNHQQTQ                  
>Ptet_A0DPI6_A0DPI6                                                             
MQFQAKQYFAQYSFTQNVLQQITDRLGCIYDINSYYQNSSQAITFDNNPVSKEISELFSIFYLFSSNPFIGIISQGNESS
FLLELTQMRKNQCAKICQNNGKCINGFCECPVSYLGSDCTIQIKDIENQLDLEPKQYYFFHIKSFNISKFERQLETFVEI
RYTCQHQYQMQFQGVQITTNLINFNQTFLQSCLMKTIEMQEQLPIKLQSYVIFEQTSSNRIKITQQENHFVFQNLIVAFI
ALLILALLSMLYIFYHHKNPKDLKALRIVPIIKFSLALEQVEQTDIECALCMKELQQNQSVRITYCNHLYHDFCFKMWWT
NNKSCPRCRSPLDLETMRKNQKTDILQQSTFSNLQSNRKKNLVTFVDTGSTIRHMPIQQKLELQIK              
>Ptet_A0DM51_A0DM51                                                             
MQMCRLYSLFKLMMATILALTIDCVRCELTNWMLAVLFHSIIAYVYHTYMRIILNNIQIVLQIAERLNHLIQVEEVETNE
QSNCQYLIHEDLDPYLYLNQEEMDRKQKILAVQIRYEVVSRYQSLRILSIITFWVTQILVVWAIRLQMQNPEDPESYDTC
LRYANTFQLAFVFLTIYQYLDVYILSLLIVIALPFLIPVRLWHQFKEKKQNYDNQQSLKELKKTCIMLYHFKNIQGDQEC
GICMHSYVTDEKLLVLPCDPKHHFHLQCIQAWLLINSTCPKCRASFLKFNQQQQQQ                        



>Ptet_A0D5M0_A0D5M0                                                             
MGNSSKHPNQQGNQSSLQMKQPNKPEDELTKYLTQSCSTFPSSILKKPDYKASRVSCLRCEFLLFDDGLGRTNKCEECQI
PYVIKDGVITLLNQSQEVQCCSYSFPMQYLDQVVLRVNQTCINHISYGHLMTQIILPFFQTRERVITSGACFNIDQFEFR
VVGCGSQLQGIVGTGTKIYCYESYTDRILYRLKVYTQRKNCQDELFHYFFSHPKENQLIQGMTLWDYYQIQYFILQCTEQ
SGRLHLYTKMECISNVPRLSSVQFIILKQPIEFTRSNRNQAIQQVLNQVIHPYFSGLTRYLEKGQILRIGDFIFEVCLDE
DYGFVIPNQTHIQITDQVDQRMNLQQLQSNQSYNIINRSTNNGNNTRQDQIESLHRLLNTFIQLNENGTVEGHLGCEDHE
IQQLPVRRINLEQIKQLDEDHMKCLICLCEYEEEDQVKTIPCLHYFHDECIDKWLKKSRHCPICKNELEV          
>Ptet_A0D669_A0D669                                                             
MQNDAIDYLTIFTSLTIFKAFCSGVHRYKVNQMPTSHYETESTLATLMKIQMQFNFLLLHCTLFFKHLDNVQEIGKFNLF
LLISTCLYALTLMLTDYRWLLKIYRYENHILREDYPIVEFLGIQVFMMFGCALLITIQWFTIPILSDLMYQLLCIYKIPQ
IIKCHQHNQMPNITYFCFLEDYCILIFFSYYRGCPINIFKLQDNLGICISVAIFICIQQCILLYQFHVKPQLYQTKSQVE
EFTNEIREQNIYSNFDDLGTNNNLECAICLQGIEITNPLQIQLNPEDPIVLTRCSHKFHESCLIVWLKVKKQCPVCRHQF
>Ptet_A0DBK4_A0DBK4                                                             
MECPMCFEFYAQDRVARNLLCGHTYCTPCLEILYNVSKRIECPLCRTKHDQNMKPHNLSKNFVAMDLASKHLDEQQAGPF
NNQKII                                                                          
>Ptet_A0DHK4_A0DHK4                                                             
MNSLDQSLQSEFQEFRSQFQQQEKVINNPESLSFQYKVQGQSPHSSFQLQSVEQQSLQQLSLVHPQELQQVEISETSQFE
TEQYLNISFQDIIQLIFNNQCSQLNKALKTIVFRSYVLINLFTLLNIIFILNEVIALYFSLITKDKIKELFSVYFGFNLI
SDCLITYLTFQLRYLINDAEQINQGDTSTQIIEYLKYTIKINSPFEDIVEDEEQLTQAQQVGISISEKITTMKWLTYLLE
NQNSQMFALNRVCLLTKIILFAWGNITIVQWVYLNWDNNNINMDQLESILIILTVFSMLIGYIMIILLVSFLLVICVIIP
IIIGMAIWQSCNWCTYLYNEYQLHRVAQQRQRFLNNLNPQKFEILQEQDESIHEECAICLSTYQMDDNCVKLPCNVDSGN
RKINHVFHDTCILVWIQTCGSCPICRTVFIERYEQ                                             
>Ptet_A0D435_A0D435                                                             
MTFLMFLIKGKPDYWGQLDTNIEYQIKLDYSSKANSIIIKFYVSQSKAVCLVSQSSLGQVAFTDITDSKSESYAHDYQGY
QANSVYQLVEIDFQQLLYIRCLQSEQNNTKSSYELYIAERPFIQSCINDCNGYNYPEIQNSVCLSNQCNCLDSYYGLFCQ
FQSSKIFSNVYYKLTIESNKWIYLYYELSTTNIELQTQNEQQDVFYSLVSGQTPQKTIPNLQNSYKLLSIVNVQEQIIII
DADVIYIGIYNNQSEQIEFQFKIVTYYEDDESVYERNKIIIILTACVVATLLLFAFGISALRTRKHQQIRKQVQETIRRN
LNQQGISDQQLQSNRVFDPAIYKGFQIRFVKDHFKAHYYDKFIQIYPGLSQFEECAVCLEQMKNANHKLQKICSVTPCFH
IFHYICLQEWLLRQKNCPFCRTQYNRKKIIQEFPWIDIGNLQIKNTDSNYLSRIKNQLESVNESRIELNQNQQSEQTNQL
QEIKD                                                                           
>Ptet_A0DAG1_A0DAG1                                                             
MYNQRRNRKIIEDEELEDQSSNFQSLGNQNSSSQKKSSPNKQLCTICLEQFTPPLSKLKCNHLFCQICFDQFMKVAKKLQ
CPLCRQPFSYYDIYINQDGVLVWINKSENFYQKNTQESYSQLEESIFQESFLNTPSQSIVSASISEVCQVCLCNENDDQV
IFCLQCRILIGHDYCIQDDERILGLCNSCQNQ                                                
>Ptet_A0DSB6_A0DSB6                                                             
MQQFQQIQEPDCFICACGFSCQYIKEKEMEMHIDSCPVYSAYSEFMKYIERKDIQNANEDQLRIMKAEAKVYVSRLEMML
MIYSQQQQPMLQKAPSQTVQCEKCKKQFEANSDFDKVWYLENCSHIICKDCMLNICKDDFLPKKSNVTCVCGERFKDEEI
KQILGRDLYEQLTEKLNLSLQNIIECCHCKERFCFQKGNIEEKIQDQNGKLVQGQQLKHYIENRFKCSKCHTEQCKNCMS
IPYHTNMTCEEYKINKAAVKCRLCEQPTEIQKNQPEALQTICSQQECQNRAKNLCTLKLACGHFCQGIKNTPCLPCLNEK
CAKDQNEEDYCNICFTEGLKSQPCVQTTCGHIFHEDCLRQKLEAKWNGPRIVFNFMKCPLCNKFLDIQVPHFKKSIEQGQ
ILLKEVQELCLQRLKLEEKEKDKELLDPTHQFFQKPLDYAMHIYCYYLCFKCKKPYFGGLKNCQQAADQDPKVEFKQEDL
VCTKCCPLLTLEDKCNKHGVDYIDFKCRHCCSIALWWCHGTTHYCDPCHRNIKTNMTKPCPGVGKCPLGIPHKPNGEEMS
LGCSLCRAERLKAK                                                                  
>Ptet_A0DYY2_A0DYY2                                                             
MDSVELFELESSEYMITQIVNNATFYLTVDAYDIPRYIILEIQFTYPKDGDVNFLMSVGRNQLTKLENSNIITTYADYNG
FYLHKNYHNIIIPANSFKSGDKFYLTNLIRNDRRTYQYFLKIRKLPYQPCPKNCSSDSGKCFDGICSCNENIIDLDCSKE
GQAIKLDEKIENLTILGTKYFYFQQPTQLEKIVFEMGLEKDYQQEITQVTLYYMFENFIYGVPTQYYTNFTFTKDLMSNS
IKFDVSKLTYNSNLLRFNRLIFGLVTEKEVRCNFYITSNSSNESNDADLNIILFVTISIVLFIIFLIIFIVIIRRRFIAR
QQNLRIIPDQEVNLSIQFLTRYMKKAAKRKKDQQTCSICLDDKKGDLRQTLCKHQFHVDCLYNWLIKCEAQYKCPNCREI
IDLEKIKKSFKPKSCQVMDVSQDSSLDQMID                                                 
>Ptet_A0DZE8_A0DZE8                                                             
MSEIQEVANQIRGKLRYKNERDLIIQSYMLGILQGRNKQASQDVFLSNLEIIMSLNMLIDIKVYKPERVYKLYNDALRGP
FDLNELCIQLEREVFESQNSQEDTQLTQMFKSNNQAQISQIFPQQQNLKQQTQSLWNEDSQPSILFPLRGQLESQGFNQI
QNASIIYQQLKKDTADESKSFELALQLQKQFEEEQQQLEQLKLQQNYEEEQQILEDERKNQIECKICLDNIQFTEMATLY
CSHIFHQKCLNQYCTTQISSRQFPILCPSGCKKNIIYSDLTEVLDDQQLMEFQQLTFKTYIESHGDEYSWCPTPDCQFVF
VAGDNPRLDCPVCQKSYCLDCKIEYHNGFSCQEFKEKRLLESKLKNEKYLDEKFFSFIKGAKYKQCPKCKFWVEKSEGCN
HMTCRCKFEFCYVCGGIYQKCECVKNVHANWPTPLNRFRNRHR                                     
>Ptet_A0BIZ1_A0BIZ1                                                             
MFKFFVLFICSYSGNIVIDIDVDVNFSEDGNLLELVREEYLITQKISNATFYLTVSEEDIAKYIFLEINFQYPKNGDVNF
ITTAGNNKLTSLQNSTIMADYADYNAYYLHKNYHSIVIPAHHFKLNDTLYITNLIRNDRRIYQYILKIRKLVEQPCPKNC
SSPFGTCINGICQCNFNKIDLDCSIDAIALNLDQPLDNFTLQGSSYFYFQQETKLEKIQFSFGFQGNFYQDNVKVSLSYM
FENFIYGVPIQINETCTLSKEAMKISRIIDISNLTYNANLQRFNRLLLKITTNQESLLQFEISEKPSDNSYNDAIQILIT



ILISLACAFLTLIVGCAIQKCRAKRHRIISVIPQILSESQPYLTLEILQQCLQQAQKGNNQCSICQDQNNNMIQTPCFHT
YHAQCLLNWFNNNQSYSCPNCRQVVDFEKIKLEQTKSIIFSRNINPSINQSSINLNQEQAQN                  
>Ptet_A0E3I9_A0E3I9                                                             
MNRGKCQVTLNMSENQNWTASFETSRNITFQVTSLPNKYCYVTIELQDRDPNFQLVADYQFKPNPGLLSTYKQGEKIDRI
SQLENRRTRFLKLKRNRGIIYISCLTNKQNNSFKIKITAKDQEQCDNECSLNGFCQVILLQQKSEGCVCLNSFIGNDCHQ
LSEKIVSRSIKDVEFFNTETIKYFSIDLYDSLGKDLRLEFESECEDWLAIIIYKTKALINPKDSNNSKYSQIFNITGGHG
TILTQIPINLPESQRFLLFAVFKSKSYQDTNHLQIGFNYHSYSPDEDGQDSAFLASIIIPCILGPILLFILIKMGLKRYS
NPGNLIFPFQNHNFDRPDNTQEHRYEMPTEYFRENRNSQPSRIQQNHQNDRTNTSLNIEAQINNRNSQQNRNNISYNLDS
RPPRNNYSYNLIFAGNQLLSHRYQQSIYQNNNSNRYRNQILTVSQENQFLNIPSPAPRRPPQRINQIDECSICLSDLTNH
NVVKTTCGYKNYQRSHKFHRDCIQQWFAQQRNCPNCRRPTSLQQDN                                  
>Ptet_A0BQY5_A0BQY5                                                             
MILIAASMHIREHRSFSLRTPSIHIRDEDPKDVVKSSICGIMMGVLFMIIFAIIGMVGIFTNIDEEIEYIWMLVVLTFTY
VLFIPYFILILQDLRRISSELEKHQDESIVMNPYAFASSMNTISAITNTEKYNLFRLLNVQFFIISLIISAFLINSEIVI
GSLLAIVNYIVAATIIIYVCRRCWLGCCNIKIATKNPKRYHFYRYPSPNQVKDSAFAFAVALVTYYVCKLILYVIFLCLD
QEDFQYTYLTSLFYAFIMIVQFAYVSYLIKRTLITQQSKKYFKCYMTLFQSLYLSQTTQNCVLKGLYFFSLLCTYIAFFL
EKPYLTIKNSDLFGVQQFCSYEHFIYLFTLLQLIYFLLFRSYCVNKEEEQIQIFDFNQVQTQDNRLQWIQNQQDYPIYDN
QEADFLYFIHDLEALQEIYDNLIFQSSQLELKMRPRNGQLINLTQWIEDKKFQLQVQGRGFDDEYFANLKSFIKQNIRSK
RDAKDKQKQSIDRIECAICLQQLDTKQNITRLGCHSTHKFHTECIERWINAVHKCPLCNQPA                  
>Ptet_A0DU54_A0DU54                                                             
MSKLLCFKTIGLFYLFMILIKFQFQTPLRVTTQVFMKREEPDSLKSNPMAKLFTSQHILIALGEIIIQPYGEAKMSIVTT
VARIQESAMQISVLQKDDGCECIAGYVGSDCHQQALEILEDKNYIYFYGDETQFFYLNIDNYDQMDIELKLSTNSYQGIE
IILQLTNAIIIPSQYQLSKEESYIQQYKIYDTQPQELIYRSLSSSNDNIQLVFVARPINSPLDTIVSTLTIELSKYDKSE
NTFSIIVIIIIVVVISVAVIIIIILFFVCKSVRKRKMLRMQARLRMARLEGQQQNQITQQQDYENLYDLLTPIPLQDCNN
QDSCAICLDNLNNNQEVRQTHCHHNFHSLCIREWLQKNKKECPVCRSNLAIKDVKTHQEPNQ                  
>Ptet_A0E0W1_A0E0W1                                                             
MSINVLLIVRIENCFAFYRFYKQKSRFEYEMTIFLATVKVVNSFSAQNANGSIYIIICEWVFDLFLLCNALCYALSFCTI
IIFVLIVIFGLIRGDFPIVNRGLSPEELQTLTRKPWIEYQVPQQEDCPICLCQLEQMEIVVQLPKCNHYFHDICIDEWLN
AKPLCPSCRNNVRMALLND                                                             
>Ptet_A0BWM0_A0BWM0                                                             
MIQNSSENITTSIPIQNLEDESPNSQSQQQDEQTCQSPEENVINQPIAQLDQDIGQQVQDLQQIEQFDPRDYDQVSCPYC
DTEMFKKDYWVHVGLCEEQISYPDLVEQQCRQCGDNIVKQYLNDHLKVCQYDYYGEVKCPYCSFPIVKAWLKEHIAECDG
YKQEKLREMQGIKNCYICLEDITENNKILKCSHSFHEDCIQKWLKVKQTCPLCQSLITEVKVPV                
>Ptet_A0C8Z4_A0C8Z4                                                             
MIFVLLLLISQTNALYSKKTYRTRGFNAIDIDLEKYDDLKQGSTTINIILENNSLSTVPFLAYCNTKNQQIIKSIVSSPD
VIKKQIDSNKKLCVFDNNALLYSQRVQQIVLSDQINDENEWAYNKFSIYKLNEKQISIYIYSSDDSQYTIIIKGSQKGEC
YNQCNNQGLCMSNQILFCQCNEGYVDSTCQLLSSVISAPMQFKFELKEKSFKNILTIPLKSNPASLEIEVSADASIKTYI
GCQHDKDFIPFSESNSFQQSEISTGTIKYSQDDIQYCLDNTNKIEQTLGFRMENFVILLLVNDQAYKTNVKLKLYINTNQ
DDTSGLEIYYILAGALGALIIALLIIICVIYFQRKTRRINNGTQNNLNLRSFSVKGNTNRSLRQDYIPVELYEQIIQEYP
GLVEISDCQICLVEFQKQDLVKLTYCLHLFHSTCIDEWRKRNHTCPFCREDLNKQKRIQQKQEDQIYQLGVISGDAMQID
EQKLAEFQRREQRLKHLQCNFYFILIETSSPDSANAMQQNGNTPSPFLKGDLITQQLCVQSGN                 
>Ptet_A0BMC3_A0BMC3                                                             
MIKKSKSKQSISLEESIDEDRRKDNIIQSLLQQSTNLKINQLPTIKFDLNENQIQANDIIYNSKKKPQIEYITPQIVQNN
LEMVKENLKIVIQEKFEESKCLNWLQLVVEFIKVMAYCNVLISDGCSNQKTLWFFLMFIHDIAQIAIIIKIVNTIPAKFD
SKLKTKRLTKIKRESKYPMAGRISYYGQLMSDIDQVESQMDYYNDQASRSIKYHSLQQFNQIFYLILVIWGILQLGQLCQ
SFIVVYTFQGEIIQNLTKQTKSNYEFEICYLCSMQIKHLTQYIDLPCNQLHRFHEKCIQKWLSSHLCCPVCLEPIDLMNL
QMKVLA                                                                          
>Ptet_A0BMN6_A0BMN6                                                             
MNYNMNQIEEVSLNQKNIRDKTGLPIKRFYSVKMQCQICFDDLTTNEDEIFRTNCGDTFHKNCISKLIENCLKERYQQLT
CPSQGCKEKLSASLLPKLGFNFQQINIYFSAQLDELVIKHQNKFSCCPTLGCQNIFIINQSGDPAFYCEFCTKKYCLRCK
SESHPQFTCEQFQLTKNKENNEREFKKLVENMNCKQCTNCGAWILKEKGCNHMKCKCFYEFCYRCGRKYRHPDCKCPLFD
RDNLPQP                                                                         
>Ptet_A0BUC4_A0BUC4                                                             
MSLQENCSICFEDYVDPIKLPCNHIFCRDCIVVALEQRQSCPICRRLCCNYINSPFLSITEPEERMHEHQGEPCFVYRIT
LHHNALTQFNFFEKRYETLEISRYVEMITEVLKKNLTFIIDPQYNDCCMRVKLVECVPVHEHSIYVCTVQNIQRLKIIGF
SERKIQDSNSKLKYSTTQIIIDNFDEETLQLYQKLHGCIDKIIEILSLNENAKNQLLAMAGKKDETSPEKISKHSLELLQ
TIQMCENGLLKWYYSTDINGRLGVILKHYESYLNYCQNQ                                         
>Ptet_A0BUN8_A0BUN8                                                             
MKQSQYIITRKLDKQKESLKELHQEENCQNQQNQQVLFPFSPPFLFNSKQKPPPNKGKIHQDFEFQKQNQPNLIKIQEVQ
QDFTKINNLSLEICSACLLPKQADHQCNDEYGLISCPYCGDHIVRNFLNDHLDDCIPYIENQFKNLETVEECSICMLELT
TDLQTLNCTHSFHKACIDAWKAKTQECPVCRKPI                                              
>Ptet_A0BR31_A0BR31                                                             
MIGVLDIGRIQEQRDKQKIPPKIKEKTHVSTERLRKLDVKDIPLCAICCLYMTENLAALVPCGHTFHQKCLKQYSKLECP



ICRKQNQQSILLHFSIELNKSQSQEMKQNKQIQNKAPNQYNKQNQEINKLKDLINKGKQSIDLCISQSAISQQNDTIQNQ
RLKSCELQLKEISKTLMDIRNLMDNGENSERQIKKEQTLPQLVQKFNKTEQSGFHPNNNDRYAKFDPFTKMLNIGQPSRS
NQFENPPRNNNYVKK                                                                 
>Ptet_A0BEP3_A0BEP3                                                             
MYFYILFIEIVYGSQLYSRSKGSVENQNFRGCIYSGSNSDYVLFQCIQHNAFVPKLELTQKQIGIYSQEKNGETYLSNYL
ICDLITKEGQKTLSIGRISNPEHSNLIQQEHNIMFYELTQIDSIHTTISILRRVDKQNYIIELLPMLPGNVNQFYSISYK
FNSHDNARIIGFSQYYNKIRNSLLLIVLKQNQLKLIEYSLFDKQFRDVSTYSLSENNVPQKWRMYKSGYIIITYEQFQVL
YNIGEVLYEIQEIYRFDSQPLQMLTNFDGIYSNYILQQNMNGIKLFIIEENNYQFYSKSVRLIQQYDLPYSHVAFLIDQT
QLMLIYDQFETMSAKIDHLTMDQFQECEFNIEELPKMNLQSIQYQQRYEAQPQQQQLNQVQSQQKQKCQMPCDIIYGSLN
ISLVPHKSECIFESLYNQFVHGCNRFNSCYACMKQTGCEWIDEQCQGQQNQQSVGLNQNRESSKWFVNKIMNCGSEIEFN
STYYGNVPKGSVFTWFYDANAYQQFNLLFSLQVDKLTKKKFIQQSICLGNDTQQLCDQIMISDYKSDFIFKGYYFRMTIV
MLEDILVNDLTVTFKQQDPQADTEDFKIKKLTCLLLGALVLFGIIIYIANKRMNYLISLTLQDSKQSLDNDSLSNVMDNM
IKEKVLMKQCFSSQVLRYDEDKCPFCIEKYETKQEIVQIFCGHTFHLECFEDWIRINTKLVRCPICNQTIEYFLKNKEQF
KKSIDV                                                                          
>Ptet_A0D8G2_A0D8G2                                                             
MLKFYCFFSIVITLGAIYNSFNVHKQFYPSVLYLSTNKINRSILLNFIVMIVSTFIMTFLRMMFGELKEIEKISVIDKTK
KKILEVAYLLFFFYHSLDWQFIFLIFWLMALSIIHWIAIKRAGFLIAESQINFRDNVKLLLTFILLFVIDIKISLYFFYG
TEEKFQNMLLGFEFILLPIRIALPFIKHVVNLFEILTLSQFDTKAIIFCGLDVLKTLFKLGVQILLFQYVLNSQGFLLIL
FVDGVENAYAMFNKIKVFYNQVKLIRMIERIQDVEKIDSHDSTCLICLNELENGKKLSCGHIYHKSCLKTWIAGNSNQFC
PKCKKPIQLEEIKIEGNDSKTKILKKQILLQELSEIRSNIQLLKILNQCRNIQNHIQYNQGIGNTQYALPCEALQQYSGV
TEIKRLQINYMNKIMNGIDKGIIENHQIPK                                                  
>Ptet_A0C261_A0C261                                                             
MQPFQLALVAYNITFAVLLIINIFCSDSLVFQLSYAFVLFPQVIHNIRWNCKENFNLFYIFGYLSSGLLFQTYLNSYSIQ
TNSIDIDYLYISLFYIIYFTSLLLLYLQYKFGSRCFIPKCILHKHISICAICLDSIAIADMEDRLQLLPVILTSCKHKFH
EKCLRKWLHEKKECPFSRTNLNEMNLQIIN                                                  
>Ptet_A0DAQ2_A0DAQ2                                                             
MECPMCWELYAQNRVARNLLCGHTYCSICLESIYNVNKRIECPLCRTKHEPHVKPHLLSKNYVAMDLASKHLEVQQINSI
IIRKKFELCPIHTKLPLQFFCEDDQTNMCTECIAEHYGHKFFKYEHSVSLQQNRLGKIQSKLKTQYEILEKQVKGFDNCK
EQLQLENVKLMQQLEEQFDRLIKKVEQRKQELRDQQLKIFNTECEQIDQELAFNQSLLTNMASLTTKLDQKQGELKGVKA
LKSNDLIKEIDDLEEQVDRDVAQQKQLKISEIKKLPKLVFDQKLINEISKFGQFKKDVSNPQICFFGDKHKILIYNIENN
EWTFKQMPNNTLEYNYYAAAVSLPSGDIIITGGGVSRNTMLISPSKGFQSQALKSMYFPRKEHACVYLDGFVYAIGGYDG
SAKQMLSCCEKYSLASDEWKIIDPLQKQKCAFAAAAAINKYIYVFGGFDGRERLNTIERYSVKENQWKVLDVKFKQGFSN
AAAISYDDNKILILGGGSNQGFSYDLQVYDVNEQVVKTLSRMNEGRDLRNKLVIFDNNLFACGGNNQSIEKYSLSQQVWV
NLKSYDQLVQDNLDSWCSALTFELNSSNSISNLLKHNQQKQQQYQKYKFEDQMSFENDSFNQDAQSEELDDLEDYAYNQQ
AGGLFQI                                                                         
>Ptet_A0DRP8_A0DRP8                                                             
MYFLICITTVLANYNTQYVTDQLKIEHNNLDAQKTYLIQMIITQFPVDNYCLPLMQIYNGTQNQFDSQSYSIRSNIQSVL
VKQTKKLSIEISCPVLDPFINIKDINKTMHFNLTINEAQVLKQQKSCPFPYYGLDCLLQMQKIQTDYSITLHVLNNTWFY
AYVILDNQDYDIKIQNQHALFGISSLPADKLDITILPTFFTNFEILEQTSDEKSISLTRETEISDFIFIFGLFNFNSTHI
QEIQISFVSLGETNNFPYWATILLSSIFLFGILVALLIFLSYKSQYRKITQIQPALDRKIFKKYMPTQRINSNLVQETCA
VCLIQFERKEKYRETPCKHNFHDQCLSDWTIKQANCPVCRQSLQEQDIQKLLLCQTQLPKLNLEINEKAELKEGEQQQSD
RGALYIPFYPTPYRTTCRIDLDNSPQGDNSPQTVQFDGTPNHQSQRDLCKQNDRIVEL                      
>Ptet_A0BUQ8_A0BUQ8                                                             
MNMQRKSHSPELRKELALKLLRNEKHPFVSKQSQSPEIKMTRSTVSQKRKAQDHPVNSPIIEDLLRQCKLLEELVKKSKK
IIDEKETKIQLLLQLLKQRENCCKELQMQSHKLMEERQILIEHITQLENQLNLQEEEEAYSQDGFQQHMTNLNDLRHFLN
QIRHSNEDIPVFVDVDNLTYEQLLQLEDTIGYVNRGLSKEQIKTIPKISFDQCNTDEQLCSICQIEFESTDKCRALPCQH
IYHSKCIKLWLGKEKHCPICKQELEINLPIQYQTEEQVMVEQ                                      
>Ptet_A0D4B5_A0D4B5                                                             
MFLQIQSIFLSVCCATQIYQKTFETVFMEFSYKLDSSKAYMIQVNEKGQYQLTIKKFPDDQSCLPYLEVNSTSSDVTETL
YDEQGYATKSKVQSISVQSDQIQISVSNKKLTFIPESNLSQVIQFTITIIDSVLNSQNIKQPPEKLVCNFPSYGLDCQQN
MEEIETEYSTTLIVPKYSWNYVYYILDNYDYKIEAESDWASFVVALLPIDKANTTILPSFQSNLILLSSNGDSKEVKLLR
PAEISSYIFAIGVYNLDDDAAITLTLHQQSEGEEDSFPLWAILTIVGVFILGILISIFIICQIRKQAKVYEEQPKISLDV
LDKYMPIKPVPKHQLTETCCVCLVQFLKRDQTRETPCKHYFHTNCLRDWTKKNTTCPVCRQELGEADIQKYLCLSQMTHK
NEIDNSNSHQGELPKIPLTQLRISDHDINTRGLIIIDNSPSNQHSHSDRLSLNLIEDQIVEN                  
>Ptet_A0D904_A0D904                                                             
MKPNLQLEYESQAASSVTQVFPRILGEERENDYRDDHDEEDSPTHKAIIIIIALCIGLAVLGILSCLIRYFYLRHQQRKM
AQVRQQSEAAYQQQNVQLESLCLQTQELAQCPICLMPIPILLQIITPCHHSFHKACLDLWLLNEKICPSCRTSLNL    
>Ptet_A0CWX6_A0CWX6                                                             
MQYDSATLKLIKQDFNQQFEEKIHNFQEQINKQFKFSCLFCFIILVIFLGNFNDSESNHIKLHFCYNVWIISLFILHLLK
AILINQQIRLINENHIIIALWRNVIQKQENDLELQDLTGIENQTSVNEITHINEGILFPELLTKLDYSQQIFQTIEHLLD
FILLLSAILILIINCQQNSFQIDELIIMIGFVGFSIKRNFQYIKKYSYILITPILFPFIVILISIGKLAKRFNRHILQKR
LRKKSMISDQIYENCQICQHPIQIKECIIQLECKANHAFHYECIINHIQHSFVCPVCNMLIK                  



>Ptet_A0D8S9_A0D8S9                                                             
MQNIQRLLIAPISSRKYLIKQDAMNLLLSIIFCLLCIDNLMNNKLPYSAAWFKCSFLFLLFISNLCAIFLYVLIIPQLIT
LKQEQNKKDQIMQLRTLLRYKLHQYLDINQCLINILYFAGIILVILDFFGESPESCQNIKKILRYSVCGQLLNRIIITGQ
FENTLEEQTIVEFKESFIKIEELKELSLSTLDVCPICYEEFKVKEHIAEYQCKGRHTFHQDCVLQWLKTPMNTNKVCPYC
KQLPDSINKYV                                                                     
>Ptet_A0DJ31_A0DJ31                                                             
MQSTKLERNFVNENLISKYLKCIICSAVFDEPTRLRCGHTFCKLCISQWLTDHQTCPECRQDAKRKHFQIDRIAAGIISE
LDVYCSNKIYGCKWKGVIDRLESHQRKCTAKIVAEQLNLKIQSNQETDEDNELACQNDPGNLVTRINANLKDKKEVIDAL
KSSNENTKDDNLEDDDPLAFLNQLHQFSEENPLEEMRKIDFSDEDLPKQSRGRIIPQLNE                    
>Ptet_A0DJ45_A0DJ45                                                             
MRNGLQKQETDRRYDTSKIIFPFDNIMIKKLRTQQFIIKEEKIECSICLKLVIENEIASQIRECKHTFHQLCLQKWYNIN
NKCPLCRQQI                                                                      
>Ptet_A0DQD0_A0DQD0                                                             
MSHRRLSNNYSEKLDTTGDVGLPKTQEISELFLNYLKAQSISESDCLSRSQGFLKKLQTAIILFSCYEAITFFGCLTVLI
ISLEFKLVFIAIGLFFKLLTCIYLILQAKKQIKCIGSKSTITRKIFLEILKSDKTIDPENRVEIRLVDFNVATKLTIKKF
IQEFTIFHRKSFITVLIITIVIYVLYFNLIIQESKVNQYLIFSEFALITLPLTLTIITMTLLLLFLFINCFINLIDMIVR
LFINMFTSLPRLIRFLLMIFKIKKENRSVLMKYVHTQHTSKDICSICLCSFQSQCILLPCQHLFHIDCIEKWFFGNNSCP
ICRAKINNNDDNQQK                                                                 
>Ptet_A0DWU4_A0DWU4                                                             
MLIPLFTLALIIQLTRSEQMDNITQVIFDEDNKWEAKMKTANESIFQVQHTYTKYCYVRISLLMKDAGLIAMADYDNLPN
ISLYESYKQGEKLDRISQYENRKTRFLKLKTGKGLIYIYVKGNNTNNEYTISISGSNEEQCDNDCSNNGICKVYSNYNNK
VKGCSCNKSFFGNDCNQIAEEVFVGTSKQLNISTEKQLQFYYIDIQALKNYTFRIDFSVSYILGQEEFCNRCLTLWHFLT
KGLIKIDYFDYDDYLSFQLNDLWLPNVIEDGFSTILYRIPFNLSDQNQLLIFALGKEWDTVDYVELQMTFSQEVTNYDSY
EDENENDDSEETNRLLYIIIPSVVGTLITLVLLYFYLRRRNFLNKYRKPNNQQQIVLEPEKCAICLEDLIDAYKSLFQIE
CGHQFHLNCIQDWGKNKQQQKLCPFCRRPFNPDQIK                                            
>Ptet_A0EA28_A0EA28                                                             
MIGVELLVIPLDGDTFQHQSQNKSKSLSKFDLAQKEANIVCLCICCYYTFKLIFTLVYHKEIQDKSQEHFIIINFFYDVI
AFILYAILHALTDDLKYSEISDYDQQINLFELNHCLTFFTIQELVSLFKPLNGCMIIYTLQQKSFSKYIVVLKLLHYFNT
YQALNNCHLLFVRTNPLLQLQIVLLILSWIIQIIIIVVLLLVYFIYSIKKKEFHFHYKGKIIGKMLFMIKEMSYKEKFQN
IQDNLVTCPICYQEINENDTIIQLPCHLNHFFHSKCCMQWLLKDPRCPLCRHELDSNISNNLYSNFL             
>Ptet_A0EBI2_A0EBI2                                                             
MKEPQERQTRFQSKAEECGICYNTIDQQGQLDSCNHSFCLACIQQWSNIENTCPLCKQKFKQIEQKWKRVHYKSHKISKQ
NCKQNKQNINIITRIFVKDKSQSQKEEYLNVLIEILNEFILADSIYKFPTLVNA                          
>Ptet_A0EGH6_A0EGH6                                                             
MLYHEFKYKVELENYDKLNLIQYTMEQQGMNLEEILDRQQLNKVMMTVKKLIFSQCPDLNREQKYLNFLAQLIIIRFFIL
MLNSPFRFNILEYFQESCDAELLNILLPIILSMFLEFILLYCLVFVLVIALPLLCCLSIYRKGKHLYSIRRLKKYLDSIP
PHKYTGSDDTWMKEDKTCCICMQEYVQHENILQLPCSGQHQFHELCIRNWFNVSTSCPICRQQLG               
>Ptet_A0C895_A0C895                                                             
MQQISQQSEISKVGSNQGDSGGGQQKYARIQTIFRKFINLITISLNYQSQQNQTNFLYLFNQSALEIQVTLHSHLHQPFI
LASSNKQFENIYYVEGQDKIQSLNYDHESFITNNDVHVIFTESAIDLYIYAGYLNQSYNQYSNFSILIKNQSGECSSFCI
QQGNTCNSINKQCLCKSGYFGKFCQLQRTIAVLQMQYDIIIKPLEWIYIGFETKQLNLNDTLKLRIRDQSSEMLMGLGME
GIENHEVPNVHYDAYMIPKKIQQQIYQLKGDLIYYQQMCENCSFLNIGFYNQHSFPILFYFELYDKEQLLESDPYHLQII
LQSIFLTCFILITYLIFRKIRQKQQREQIRLVQREFRVNRRRRRMQQQQNEDILKGFKLEFIQTYFPQFYYLDLIDKYPQ
LSEFVECVVCLESMAPPQQGKLTERDHIDHCSLTPCYHLFHQHCLFKWLQTQKCCPLCRKEFIEQNIKSKPWISFNNDIS
LRETSRVNPFVQRMKTRSENTQQSDIPLIVDTENVETQPNKDIVVNLTSKSARDLIIR                      
>Ptet_A0BFF8_A0BFF8                                                             
MNSDYREVNQNEQEEQQMYLETPIYKEAVSHFRTTQYYFISFNSLKIGCGFALLYMNHEQTDLNYWMLAIMFHAFIMIIA
HKNHLKYLTMNKRILAYKLDQIVAGPIVDQVIESRRLNILSRQIKLEIAKQTIFGKWCCRIITIIYQLIFGYGVYLFCIY
YSVRSAELMNQYYFLCAILIISLYQYIDLYLILVFAILGSPFLLIFGCYYCANLFGKEQQRNEIRTRLQAIKYKPNLIEG
EQECCICRCPYELNEEVVVLKCSKLHHYHETCIMSWININNTCPFCRKSI                              
>Ptet_A0CXU5_A0CXU5                                                             
MSNLENLINNQEEQYEYNNEDDFDFDFENLEMPQLVRRNGAIQQENVQGYIILGNMIDKMFKEEACPICLSEDEELYPLF
CGHTFCQNDINNLLTDSQSKQNVVCCPICRQYQFIESFKKLQELKIASINTIQKDNNVTC                    
>Ptet_A0DH90_A0DH90                                                             
MDQVQNEDMRLYPCSNCAEHYPYCFLSDHLESCLQESLQVDCRYCGESVLEKFMQNHQQNCKAYALQDTEDGVCEFCKEK
IFQKFKEDHYSDCPLKQVADSYQSYKAQECPICLVEIGPADQKGILQCCHVFHQGCLEEWQKKSLECPVCRYS       
>Ptet_A0DMN6_A0DMN6                                                             
MINEVNFFWHQDHSLNFGSESSYLDDRLLITDNYLPILPSAIKEGNALCLFLCFYYLIKLFITLSQYQQIVEPLFSILIL
VMGLHDVINILHYLIIGILTQYIGSIDIQNYNRQLNLLSLNSSITQIIIQEFVSYYRPVNGLLVIDIIEQKSFYFNCITI
KLLYYFISVYTLTTMLFITTETPLLIQFYLVLLILYWIIPVLMCFIWPFVMLWFIVIRQELHYQQNRNLIIRFYDSLQNI
KFRKLKEQRPSMQQNDCPICYQEINESHSVIQLPCHQEHYFHAECCKQWLGRDPRCPLCRYGLEQPKDVALLEFI     
>Ptet_A0C2M4_A0C2M4                                                             



MSSEMDFLSIQKVIGEKKSDILDLVRNRKERQESQRDYKQVDKHSKRQQIHYLKTNQKLRQILKKQQMDEGDPQDQWKIK
IPGKIEHNQISQEELKKMIEDDEQLKTLPLLDIQIKEQYFLRKIENHNNQLQLKQQYQELKLKNDLLEQKSEEQLKLELL
RIKYKHKEILDQLEQKQEKKWKSFSEFQKNMKQLQEEHNQFIKQQQYQQQKQKDEQKEEQFKNEQEKEKNYIDILFKKTK
VLSEDNLECSICSQEFRNGEKLALLNCIHRFHEICFKQWSQKSNQCPYCQYRI                           
>Ptet_A0ED38_A0ED38                                                             
MDNPIKLSQLNSSSEHKEIVDKLFKIPTQQIQKVNQKQQSKSDIINELRQENYDLKNTVNDLKQRIQELEQQLQNQQNPQ
IEEENQEQVSVEKQQNEIQEEMTEEEKSIHLAFMLQQQEEMEFQNRLTQMQNNVDLDEMSYEQLQELQEKMGFVSRGLLQ
NQIQLLLKQCKIKQQINDCCTICLEDSGSPVEIELECSHVFHQDCISEWLSREKHCPVCKRDINLSKFK           
>Ptet_A0DGE1_A0DGE1                                                             
MPILILICLLDACLSQKKDQQYFEVTGLQNFDIKDIFPQNVSDKQKLTLTLTYKDGEVPILIICEDQPKNNTLTNYETIQ
DYNCMSDINAYEQKFQIQSISLTKNVKSQAFQKHFNIYQIENQNMFVGAYSKSQQKYLMSAILQSLYNCGKDCKNGGSCF
YGICECLEGTFGDDCSIAAIDINDQVKLSPDKLYYLSLSSIGTTFQRILSNQIPLKQKYYAEKPYIEEGSLLITNLLQLN
YDQIYNCRNLTKALQDEIKIKQDAYFTFKIYSQYDVNILINNNQDNGLQSIMMMIFIPLSVIFFLLFACCCVKFYKKKLE
LIQNEKKVEKDAETSILNLYLPTLKYSQAKEIIQEEISEQESYCSICLEIFTLENDVKMAYCKHIYHSQCLQLWMKKIKI
CPLCRAPLDEKTLSSMIPLKSQTLIEQISSKSQLGNNKQTIISLNSLSRLNGPNTQNAFQHLNYQRSLVLVE        
>Ptet_A0BTH8_A0BTH8                                                             
MGKIFSSPQDQNRQNVVLQKQFKEINDSSQPCVSISTHRPKQSQGETNHQDYPCSYIFQETKSQTAQQESENIQRVSLDE
SHEQIVIDASGRLVKSQENFNQNHICYYCNKQIEELLIKVICQHKYHHECFVKLIEQQFLQSDRHYIKCKCGTKLNPNLL
RQIVDKEVRYKMLYQLFSSQLQIILKTSIIRKNPDHNQIVQLVQSNTVQQDFDYQQIVNQTEQMQIKIQEIQFKSNGMLY
QSASKLLITSNCQVCQKQIDQNVIKLNCDHFYHINCFLEWMEMQITDRTKHIVKCKCGSKLSTNIIRTLPDLPKRMMLLN
QLFSSQLICILKLLKKKDDFIQIMELFHRFQNTEDYDYISHTGFIYQSNTDTPDGE                        
>Ptet_A0E394_A0E394                                                             
MQTFRSNQINVYKSLRNRSVFKLAFSLLELFLFLLALGLLPPPCANTTLSEFFILAIIVNTIEAFRILYLLLIIYNDLIE
IHQSEGENRLPYPEFSFANTKYLLDAISDYHSSYKFIKYLMIVLNIVVFMFGQVQIYRNLYGECEIGQSEFNFTWGVAIT
FLILRYITIGIPTLIVVIYLLVLPFAYCLNLSNLQKRNSGGASTENLKKLKVETVGQERISEDNECVICLQEFVGGEEFI
RLDCHQFHVFHKACISDWLKTRSECPKCRQAVRFN                                             
>Ptet_A0DVH0_A0DVH0                                                             
MDDQTLLERLIETEEQCKKIKSSLNSIQLYLNIQLIIVISYISLPWYYEYQKASIFYLICRLLQYSFHLFSVIQIKQTVE
IISESSRQFIESLNDQIDVWAAVKGNHGTLSKCNQFVYIIMFGLGNVVLLQNTLLLSKWILVVQLIFGWVVLATIVLGLF
AICLILPFLLYRVYRQRLEEERRRQEQALRLIGTQFKYSELNGQTFQPCYICLQNYDQDDLIVKLSCNPNHIFHSDCIRP
WAEINDTCPVCRQRLSQQ                                                              
>Ptet_A0CWM4_A0CWM4                                                             
MQDGVDFIGLDGLLDFRMVTIDQMEQGIQLEILEITHNYIDNKLLIKGMILILFYFFITTLGQQTININQDYLQNGELFE
LESSQLYDVIQEIENGTMFFQVTSVDTQKYIQVELYITAPGDGEVNLVFAISKNNLTTIQNKTISAAYIDANGYSLKKNY
HNIIIPANSFRSGDKFYITNLKMENETTYQYFIGIKKSDTIPCPKNCNYPLNGFCNSGTCDCNQDSIDLDCSKKAIKIPE
DIKLENVTISGTGYLYFEQTIQLEGIILEVGIQNTLISDYSSIIVYLMYENFKFGVPTPNINNYKTSFSSDQKSKYANVP
LSELNKNPDLNRFERLLITIVAPDTCQFYFNISIPPDDSSLNTNLMLIYFLVSLAVVLVLTWIIVTLIRYRQRNRVQNEI
QLNQQQLSQQQRRGQKNGINSQQLDHYMRKILWKNLSHHPKIKERRIDPKQFEACTVCLIEYDEGAICRVTPCVHVFHAD
CLHQWMVEKKHETCPMCREDLNEQALEKFAEQEKPNNPENQVLKKGEYKQQNQNGLMVIQERNE                
>Ptet_A0BZ60_A0BZ60                                                             
MNNVEQIQDQGYNMYHFSTCKESQFIENSEFEDDGVYVQQNVQYNSQIRSDQGLKQQMTQEQSFTSSEEKHLQVFHTYQG
NFQIGHYVQCVQVQGGTIRKKSRKEIIQDDPQIFQPDEVDNDDQIKGVQDYFSESSIDIDISDQEVRHFHFSQNFFIKNQ
SQDQSSQDQQSQDSDSGFDSVSNTNDLDPDPNGDIYSFGFNDTTLNHNSDHDSESDPDSDSHSDNYQWLNIVIVIILQVM
KKKNYIVMIELREQKRNFHEKKYHKITSYISVTYPPFFCPICQQFLPLRTQTYDCNHRFHALCIDCWIQKGGQTCPICRG
KLERINQ                                                                         
>Ptet_A0CXU7_A0CXU7                                                             
MFHQKQSNRPIKEINQEKCLNCNKYINSTLLRNHQAICAVTISHKDQEMLDEHLAMLIQQNKIESKIFMQPNPPDTLQQF
TNQHEFQVEKREVPAQIKNVFQSNKPIAQCRDVNYRQDQIVYNGDLKFQQNELKNKHNISIQEYVENTTQKTDQNPQQTQ
QNVVFNTAQSQAQAFKNLQKCAIQQVQQQDLAQRDPNYQKFNQIQTNLENHPAGNPQINIQQSRNDHIINNNQNSRNFQV
QKQQQPRALLQTNRIYLNEEFNTNRQISEEKKIENSQFDPDNQFNQFNQFNDLYINQMNQDYPQNSHYEKQSIKDKYSNQ
DAHQYHQYQDVQSNQKVIPSDYYQLRKPRIFQPIPNEQQYQKPPQQQQQYYQQQQQYQQQQQQYQQQSQQQQQQQQQLQQ
QQLQQLQQQKQQLQQQQQKQHQQQKQQSQQQQQQQQQQQQQQQQQQQQQQQQQQQNQQQQKQQSQNQQQQNNQQFQQQQQ
QQQPQKQAQIQQGQKEQHQNPQLQHDRYSKQHVQNKINSEESKNIDFQNQQQIIVKQIILEERPPIQKVSIDYKNIQNVR
RNEPYTYQKYQNKQSQKQPPIRQEQNKKKANSSNKNRTINEDIVYKQFEYIPGMTLTDDLVNQMSPEEIYELFTQLDLDN
QVGLTSQIDLLDYKRVQINITDSCTICMDDIQPQKEAFDVRLDCNHQFHYDCIRQWLMKQKFCPVCKEFVDFTNYQNLE 
>Ptet_A0EDU3_A0EDU3                                                             
MERIFNNQPNPVTIDVYQEQFNRLRQEDNNRQGVEQPKSEPNFIEYNFINKRNLTPSAKMCCICQDEYIDNEKILILQCM
HRYHKSCLTNLSNMQNQYISIILTMKLIFLFLFASCLVLAQENVETSGDDTLDNIKKLEEQESDAINSTQEQNPQENSDE
KNKKSEKEEDNQSIDSEELADIIDGAEENMFELLEALRPLFGLRFGDKDRDSDGQVIDDQPEAEDNDAQEKAAILVDPVE
DLLKKVDADPLMLQWDQLMNDFDPEDLLTFELQSGATEILCETIKKPTTIRGAYFIPQFKLDQKIDFYIKTSNNTLLYSK
ERVQEGIFKIDIPEKGEYKFIFINRRTKEPLTITFAIDVHDSHQEFLKLADLDPLAFRIERLSTAMRDNYFYDKMAAQQF
EGGLREVSKANAKLLIFSLIEVIGIIAITGWQVFYLKRILSNQRII                                  



>Ptet_A0D344_A0D344                                                             
MEQQLIENRRITSLFCQSIKSCKKISIGHIVYCICKIIIAVILLTINATQSCVWEGANTWMTIVIGESILELVIFSVIIQ
LIKITPTLLNVGEELHQVIYAENSQIESYGDISEFLANSIDDQTTQIPEREFEKKKVLLAQQVLQEIFKIHSPLKHSRHL
VFIINQGLLIWGFILGFEIPYDLNSDCRSRLIIAIYIFLFYTICYYLDVYILIIIILIALPFVAMFLIYKKLTQPKGKKD
TDQIIEELKKQYLVKYSPNLIEGVPECKICMQTYQLEEEVLKLPCHESHNYHLICISAWFKVNLNCPVCRKSYAEEENNE
QNLEDINQVPQ                                                                     
>Ptet_A0CVE7_A0CVE7                                                             
MNQQFQIDDIILAPGLSIKIRNTIQFKHGQDGFHLWEAGIVLTRYVYYNIMPSKQIFMDLGTGVGIAGILISKYTRVIMT
DYNQDVLDNAWLNVKLNQSPCILMQLDWRNHNKISFQVDTIVGSDLVYSGAPLYDLYQTIVKLLKQNGIFYLIIPSSRMC
TSEFIDIMNSEGLFEIKKELLEDEKYYQPCLLDREQSHTLYPGLKELKFYIEFITFNYIYIQNKRQMDVEQIELNMAPQI
SDQNQGNDQVQSSQHVLNAVMQDARQSYLLKKGRLQFLTLKRLTQAILIYRILYVLLCFIPFYKCPFECNNTLLNTLLLI
CIGLELLKIAETIYQLRKVSFYLNLFNLYDAQQVIPFTLNDFQTIFALRYALDQLHKKAFYFRITINIIWVIYYIIYVAF
FFSFANYYTSDQNVIVSFMLIIISLDSVFFIFPYVFHCIGWFCVKCYDAIKKLTSKNNKLLRSLKKEKYVEGQQLTDENI
CIICWDSFKNDEYYTRLKCNKNHIFHTTCIQVWIKTNITCPVCRSQLV                                
>Ptet_A0DPI7_A0DPI7                                                             
MWYQNNITMIILFFLICINQIVNQKIEKTYQRVQGVQSFSITNLTKDGFPMRSKIAISLTYYDGEIPIFLLCSNKPNANV
TMEYDSITKEQCTYDANAYEDNSKKQVVSLQDRLEMKKYHSNFNIYEFKGKGLFIGAISKLQSSYKIQAEIIPLSACAKD
CRYGGSCFQGVCQCMKGSFGDDCSIQGLDILQQTTLSSNYLYYLDIEQLTGATFLRVLSSSINLRSQCYADKPQINHGIS
ILTNLIQIDNDRIQNCKDVTFLVSDQMKVQQTPYYLFKLSDECQVEIIDINDEKVGASTILFILFIPLPIVLILITICCC
YKLFKSKANQQHNLQTEPNPTTYVDLYIPTQKFQEIKDTDVHSINLDYQYCSICLEKFDLQNNVKITYCKHLYHSNCLQL
WIEKLKVCPLCRAPLDEQTIISMQTQKSMSLIDQITSKSTNKLKPSQASLSFLNNHNMTRFQNNNCQRSLIYLDQ     
>Ptet_A0DPJ4_A0DPJ4                                                             
MNRQIEESSENQIKYVTKDEDEKKFKLLKQLFRSQFKQSYKYIGIVFFLRSGFYLLFSFGKYLACFYSLQQRDKKCEVNP
LVVWLTIVGMYEFFNSIRYLAVLYSLQMNSKDIFLLVMADMLTKTSDESMNLSGMQERNRRAQIKTLIKMKLSTREISQE
ELFAEPPFTQYEIIHQAEVLNKYTRIMKVYNQFVYYMIFTGGNVAYFQSDSNDCDDNLNNVTFLLLLIGYVFSAFLIIGF
GLAVISMALYMPIILFLFIYKSTRNIVQKIQTKNKIQKMRVFHYNNSMEISISQCNICMCEYLENDKIIQLPCSYMHHFH
DHCLQQWIIIKQQCPVCRKLI                                                           
>Ptet_A0D0L2_A0D0L2                                                             
MVDCNICYCNYKEEECYTLPNCLHQFCKSCLSEQLKTKIQSQQIDLSDFKCPQCGRLFNPEIIEHFLSPELYKKYCDYAF
QFNKIMGLEDNELLTNCLNEKCIEKFIIWKDAEYMQCPSCKMKFCRKCQLEYHADKGISCEQQKELHKDQFYIEMKKNLK
ICRCPKCNNMCEKISGCNFMYCRCKTNFCFLCDVELTEAYHSSHFQKNDPYNSPCRVWYNGTWVDPDKVPKVEPVKEEAK
VVQVIPVEEKENKFPCPNCGSKNKDVSQLQFFDKVVQCQSVKCQNSTFCISCQKSVSNNDIIGHFNQQTLLCKFK     
>Ptet_A0BFG7_A0BFG7                                                             
MYCDSISDGLVALGVFDGSLGIVSLVLSIMLEGTQEKIYTLMCTITEFWWIWLIVSIIYKKLSVGVVCSVKEVLMLPDYQ
FSRYVAAILSLLQFSMTICLINSDDVKKFTGEMLALAMLVPVFCFFKGIALIFVLLQQIFFIFTGREKNQYFTLIQEQQS
KKQVIFLGIVFLIMTSLYYFLKSLFVFTIYNNFDDLSTKIFTLTIITQSLFLIIFSSFMTYQLITILKQIPVHEDPHLMN
PNQKCYRNWFILIKSIYFSDKMRWLRRITQCFWCIQCVYGLIQFPFFKLMQITQQQLYTQTSFMYFDTFLLQGLIITQII
LNMAKKYHQIQDDEDPFLFNIKFANEDSSRAEKKQKTLDNSQIQCGICLEDLKAGQIRQKLTCHETHIFHLLCIQKWTQT
QNVCPICRTPCD                                                                    
>Ptet_A0CWM6_A0CWM6                                                             
MSHRSLSIDYSEKLDTFGDGCLPETQAMSSLFLNYLKTQSISESDSLRKSKEFLKKLQTAFVILSWYEAIAFFGCITTMI
ISYEFQLVYIAIGLFIKLFAIIRLANSASKQKKYVGLKSSITRKVFIHFLKQNINFDPENRIEIRLIDQIIASKLTFKVI
LKEFVKFHIISVLIILQITIGIYVIYFYYILSEFQGNKYLIFSEFALITLPLTLTLIALISILIFIGFNSLISLIHLIIR
AIIKICVFIPHVLRSLLKIFRIKQEKHFVLMKYIHNSLTQKDTCSICLCSIQNQGILLPCKHLFHIKCIEKWFFENNSCP
ICRSKITNLDKNQEV                                                                 
>Ptet_A0BZP1_A0BZP1                                                             
MDNMRHQMNEAFTFNVNFGSDSIQFNLQTNGSQRQHIQIQNIGPSIRVQQYCNMPNVQFYTADDDDDEEDENYQENYFYQ
DEEPEVEERRQAQPMSSSEIKQIPTQKYIPNQKNLNCVVCMIDFKKSDQVKILECLHQFHSKCIDQWLKQKGECPVCRHQ
LN                                                                              
>Ptet_A0CDM9_A0CDM9                                                             
MIIYTIFLWLVQSLPNYYGTAQPDTQQMIQLNYTQKVNSLIIKFDKREDDVLCLVSPSDLESTKLSDLDLSYNPKGAEIY
DYQSYLANNENQLVQLDYVALIYIKCLQLNQTQYQHISLEIYYSENQHVQGCINDCNGYNYPDVMDSVCVAEQCHCLDGA
FGQYCQFQSTQIQSNVFSSFTLDSHDWKYFQYKFSSKDINLFLQNEEDELYYSFVLKVNPQLSIPTMKNSQKLLALNNIQ
QELRSKLNNTYVDVIYIGIYNNQSKSVNLQFKIITDEEEQESTFERNKIIIVVTGCVVGSLLLFAFGLSALKSRQQRQFQ
QQIQEVIRRNLDQVQNMEQMQAQSPDRQIIQANNKGFSLRFIKDHFKGHNYEKITKVYPGLSQFEECAVCLEQMKKATTK
LQKICSVTPCFHIFHSMCLEEWLLRQKNCPFCRSEFTRKKLIKEYPWLEINTMRVNNSDSTYLSRMKNNLETVNESQIEF
AKQYPKDLEQQSNQIEEINE                                                            
>Ptet_A0C9I8_A0C9I8                                                             
MKEQLIMTILFGQNCQKLLDQYLITFFIHRIIQTKKIQFRKHQNNMNQNNRVDQLDSLETDEELDFQEFERPQLVRRNGM
INSISECKGYIILDKPVENIFQEEQCPICLESSEQLYPLKCGHTYCQNDIEYMIDISKQSNGLFQCPICRAYQTLDQYDE
VYHLKKQNLTNCTN                                                                  
>Ptet_A0CMQ6_A0CMQ6                                                             



MTIKVVNVVSSKYESRLSKKRPTLIKRESKYPMAGRHSYYGQLIKEIEKWENTVAIQNDPQPTRVIQYVKLHQYNEFFYL
FLILWGLLLLGTQCQSDIVLGTFHGFVLLGIITLSLKLLYYLSFKFCISAVVMNYLMLADKNLSNNVMIFILIKEVIANI
PKQMKKNYDFEICYLCSQQIKQMTSFIDLPCNKMHRFHENCISKWLSTHLFCPVCVEPIELMNVQMRVLA          
>Ptet_A0CNQ0_A0CNQ0                                                             
MKQTQYLILQKQSINLLISNYYQIYQYDESSYIGFQSDYEADILVRIQQINSNQCILDCQHDTECQSRYCNCNIAQIGQD
CNLIIDDLTQQQIFQGGKIYYIDIEQFFYEKEEVQLQFQNSTSFYGFCITQNFNLNQISKQTTTTLHISLDQVKECYNDV
IDLKEQSNSTINFYYLVYFDSNYLIYLESSNSVSDDYLLTIILSTTLSSFALCFIFCLMKSKCYPKQKAKKKVEIKYDLK
QLPSLTEILFPSQEYGILRVRCDRFATYNQCLICLDPFYDDSLVRVTFCNHIFHTTCFDKWMNVHKSCPNCRSLFDQESM
LKYQGCIKKDSDMLQWSSRTDEIRIHLGPLINETLQQQPQASQMESLRNIQAI                           
>Ptet_A0CSL3_A0CSL3                                                             
MDNPIKLSQLKSSSKQKEMVDKLFKIPIEQIQKFNQKSQSKSDIINELRQENYDLKNTVNELRQRIQELEQQLQNQQNPQ
IEEEHQEQVSVEKSQNEFQEEMTEEEKSMQLAFMLQQQEEMEFQNRLSQYSIIFIHPSRMQNNVDLDEMSYEQLQELQEK
MGFVSRGLLLNQIQLLLKQCKIKQQINDCCTICLEDSGNPVEIELECSHVFHQECISEWLSREKHCPVCKRDINLNKYK 
>Ptet_A0C9B6_A0C9B6                                                             
MNRELEETSQNQENKISKEEEEKKFKLLKQHFRGQFKESYKYIGKQYPQDFGKYLVCFYSLQQRDQQCEVNPLFVWLTIV
GMYEFFNSIRYLAVLYSLQMNSKDIFLLVMAEMLTKDSNEQMNLQGMEERNKRNQIKTLIKMKLSTRDIRQEELIAEPPF
TQCEIIHQAEALNKYTRLMKVYNQFIFYLIFTGGNIAYFQSDSNDCDDSLNNVTFVLLLIGYLFSAFLIIGFGLAIISMA
LYMPIILFLFIFKSVCKIIMRLQTKSKFKKMNKFQYRCCPELSSIQQCNICMCDYEDNDLIVQLPCSTRHHFHDHCLQQW
VIIKQQCPVCRKLI                                                                  
>Ptet_A0D233_A0D233                                                             
MIQIVEERSEQQQQQQYEIDGVSQRIWEEVANQYRQEIQSLQLQLWQNSVDKMFQKSNGVPKKFLQKLKMMKMGKSNRQC
SICCNQFQKDELIIQLPCKHIYHKCCVDSWLQSSTKCPNCRSDVLEALKNQEK                           
>Ptet_A0BSL8_A0BSL8                                                             
MECPMCFDLYAQNKVARNLLCGHTYCSVCLEQIYNINKRIECPLCRTKHEPHLKPHLLSKNYVAMDLASRHLEVQQINSI
IIRKKFDLCPIHTKLPLQFFCEDDQSNMCTECIADHYGHKFFKYEHSGIELIYSLVSLQQNRLGKIKSKLKFQFDILEKQ
VKGFDNSKEQLQLENMKLMQQLDEQFDRLIKKIELRKQELLEQLFKIFTTECEQIDQELAFNQSLLTNMASLTAKLDQKQ
EELKGVKALKNNDLIKEIDDLEEQVDRDVAQQKQLKISEIKKLPKLVFDLKLINEISKFGQFKKDISNPQICFFGDKHKI
LIYNIENNEWTYKQMPNNTLEYNYYAAAVSLPSGDIIITGGGVSRNTMLISPSKGFQSQALKNMYFPRKEHACVYLDGFV
YAIGGQYNLLKFRYDGSAKQMLSCCEKYSLVSDEWKIIDPLQKQKCAFAAAAAINKFIYVFGGFDGRERLNTIERYSVKD
NQWKVLEVKFKQGFSNAAAISYDDNKIFILGGGSNQGFSYDLQVYDVKEQVVKTLSKMNEGRDLRNKLVIHDNHLFACGG
NNQSVEKYSLSQQTWMNLKSYDSLVQDNLDSWCSALTFEINSSNTVSNLLKHNQQKQQQYQKYKFEEQVSFENDSFNQDA
QSEEFEDLEDYANNEEIFQF                                                            
>Ptet_A0C648_A0C648                                                             
MSALKAKGRKIFEIPICTICLEPMIKDLCVFTVCGHVFHYNCGVNCHQNSRKCPNCRMRSTEIQSLHYAVEEITGIDEQM
SKLLNDLSVDQKQHMSKLLSDHEELLHENRRIMQRNKFVEEKNESIQTEVQHIQAELMRSLEKSKELEIKEKSQCSQLKT
LEVCLQSLEEDNKRLKQEVENNEIQLKGYHYLETLSKVINNPNEDTQKSPSEQAKQIYDLYVIKVGQFKTVQKEVTQLQE
QREQQQKKYEQLQQKYERMKDLYEELQKENMSIKELSRTQNQNPVQKIIEHYEDQKQETELKEETCEHVKIRNNH     
>Ptet_A0EA88_A0EA88                                                             
MNQSQYQVAFKNYWCHLCQSEQHYRLEGEQLNSEQFCQNCGCVLEQIVTKQNHPKQYQIYQQPLRMQRVFYHIIFFNDDE
NQHQNAGATEDQIRNMKRQTHQGEQEKTCYICQDDFRNGEQIAMMNCNHGFHEDCIAKWLRMNNSCPVCRCKQN      
>Ptet_A0CBE9_A0CBE9                                                             
MDIELLTIQQDGFSTAFQQRNQKSSMEILIKQSNYICHSICIYQIMKFVLFLACYQHTLASPLRNAIFFTFMHDVITFLF
YMILDALANKFSYQELFKEEDQVLNIFELNHSLIFLTLQELLSFFRPMNGIVLLYKIQQKMFKYPLTIIRILYYFTSAYY
FIQLSNSPQEQSFLIMEQILELIISWVTTLIIMISIGVILVINITLGKQIGFRFQNRLQQSISNKFTEIKFQDLNQSIKA
CNLDCPICYEQINDADTIIQLPCHQKHLFHSQCCKQWLFQDLRCPLCRNELECNAKTNIQTELETS              
>Ptet_A0CVK3_A0CVK3                                                             
MKPNLLQEYQSRTASPIMQTFSRILREERENEYDHDNDDKDEDTPTHKAIIIIIALCIGLLIIGILAYISRCLYLRWKQK
KQAQVRQQSEVAYQQQVVQIESLCVQTQELAQCPICLMPIPCYLKVVTPCNHTFHKACLNLWLQVEKICPSCRASLNQ  
>Ptet_A0BWP8_A0BWP8                                                             
MQMQETQLYRKSANHFNVSNSLQLLYCFTKISFGTYLLLPTQQCNYTSFSEFYYENPLHKWIAWIVLHSILNTILYFNQI
VYMNVEENRRNLAQKLDQIRDQEEQFQAHFIEDSKQISILTRQIKYEVQKSVLCGKWYSRLLGIIYQLLFLYGLAIFLSQ
ETSRTGCEYYQYYFLCTILILSIYQYIDLYIIAIFCILFSPFLILFLIYYCVSHCTKRQQKREAMERLNIQSYKPNCVEG
DPECTICRCAYELGENILTLTCSKFHHFHESCIMSWMNVNSTCPLCRKAI                              
>Ptet_A0D9M5_A0D9M5                                                             
MSTNLTNNENHHQELVSDQQQENIHQARQIQFQEALEQSLRSYVQYTEQQNQLRFIYVLIIVLAIYQIVEVILCIISLCL
IQRSQQLFYISIIQLSINGISLIPSLYYLKLFHQNEIEYLEGLLWFQYDIEQRPDYEIKQILQKSHCFCFYLKILTIFLQ
LCILVLIIVGQTKYKSSIQEQPLIIGLSLQFMSIARILVIFFGIILAIVTIISKRLYNQIYMQIANLQELEYEQFSPLNK
YEIQIVEEIELSQLSQIQCNICLHNFEIQEEYYKLKCHQLHMFHKQCLLEWVLVNQSCPTCRSAI               
>Ptet_A0C9I9_A0C9I9                                                             
MQSSQESRTFQCNLCSTHVPQICQEVHNVKCTMKNLQETTLRNQLNEQSQIPQQQNFPQQINFTEKANNQQQFQQTTNSS
QQFRIGIISQQNQQNISSIIQSGTLNAANNVTRQIVQSNATQEQQPAQTQQFQISRISQQTTSSNISNQQFQRFLELQRS
RQPQNQQTNTLFRTNYGQQQQPVQQAQFPQQQPSFIQITNNIMTPTPNISQIQQAPRFQQVTRSPPQFNFSRSSSILQTA



NFTQRTQNIVPSDDSSNEDEEIHEVSGLNNFDLLKNYTDEEVNQMNDEQFYQYFIHKQIMENHLDEPDIQIQRVMEQQNE
FDNQCVICQETIKSEEETMVLVCEHKFHEACISNWISCKSTCPICKTRI                               
>Ptet_A0E0E6_A0E0E6                                                             
MNVHQDGEQQVENNENEVNTVPKFTKLFSRAMDQFRLRVFFLFLERLYIIISMSIILFLLSLKNCGWNDLHYWVLFSSIQ
AIFSLVLYGQLFHFSNIQSIQQHLAFHYVQIVFVPLNEVTDHPVAPEVFDPTANLSTIELDKKADVMQMQIRQEIVNQSR
FCKYNNIFSNVTNQAIFIWTIYYIVATPQESSGEASDCNKWPIIQTYIYGSFLFLQYSQYYLLVALALVMLPFILIYLII
RCFTDRRKKQQALMALNDLQKNKILYKPNILEGEQECSICMQPYQTDDEVLQMPCSTLHHFHNTCISAWLQIQSTCPNCR
QQLLPDNQQPLLQQPQQQEEL                                                           
>Ptet_A0D0N1_A0D0N1                                                             
MNNLDQSIQSEFNEFTAQFQQQEQVINNPESLSFQNKSEQVYQNQSIQFQSAEQLQSYQQSFNNFQDFPQVELLATSQNE
TEQYLNISFQDIIQLLFNNQCPQLNNVLKTVIFRSCVIINVFTILNLIFIINEVIALYFSLITKDDIRELFSVYFGFNLI
SDCLVIYINCQLRYVINEAEQIKHGDITHPIIEYLKYTIKLNSPFEDIMEDEEQNSQAQQVAISISEKISTSKWISYLLE
SQNSQIFALNRVCVLVKIILFAWGNITIIQWAILNWNGKMKSMDQFEPILIILTLVSMLIGYMVIAMIICILLIICASIP
ILIGVAIWQSCSWCTDLYYEYKQQRIEQQRMGFLENLNSQKFQDLKNQDTNIHEECSICLQTYQIDDNCVRLPCNVDGGN
KKINHIFHDECIRIWIQDQGSCPICRTIFIERLED                                             
>Ptet_A0EII1_A0EII1                                                             
MINQTTNLFSQLANQYLKGEIEQDVITDPEIQKIVHGLQKKSETTKSKTLSELKTILPNKSQEFFDQFTPTFVNIYRRYV
DNEYERRVLELANQVLSLICEYGKKSLSKKFKQLFPQWFIMINDYNSEISTAAMNAFQVAFPTKEKQVQAIKMCSDQYII
DLKLYLSLSIATIKQESNLEDEKVDHIYERLKVSTINSIKTAIQWNPDNDFIEQIMKLLDFTNKTTIIVELLNTQKTRIV
ATIIETLHFLLSNEVSAPFVLNKSDPLLKKTVQLFEQKDRLIVSALWKGFVTKLFQRVQQDQILKLQGLENKSLELISKA
GFGVGKLLYDQLVVFVSLNPVYSVVDIKKEEVYRQKLASMTKLLNAILSGITHEESRFFSENLINSYFETLYFLICKRMI
PPLVQYNQCLGQVKNIIVQSIRSVLQNTLSQQGGQAYNHSPYKQVPASLLQFLNILKVKEEQQEFLNEIIKAITAEFKTL
QLDDYSVFVNIIQQLLKVKEESPAYQAVQQYLISVFDEIYNNNDFDKGSQLFEIIPNSKNFKRENFGQKIQEIINNLFSS
IEMVSSEEVLKRCAQIKICIYNLQRINQQQLIESILQKIITQEYKQVIPKEEQQSFKLKWICLHNLVDASLDPQFYQKYL
TMKDSQLEYNLIEKFVKYQQLQQNETFVTKFLSQSLSITNLSQKIFIPCIIQNANQQILNILISKYTQIGQSVIKTMDKN
YLQIFEELSYVMNKLQPQQLIFDVLLQLYLKNQSHKGTFLFKLINKKYQDLFVQFFQTTLPLIRTDTLNQHLHFFQDLFA
QLNSQDLLQFLNFNFQSPISWKILSLIEIPQDYFKKMYQNNQLELLAVFLASNYSSIMLYDHKLKRFIQNIVGNQIIPIF
LDSYEQQEPKSLDLIKVLFNNTDIVYGVALKNLIKQIIIEERENNYRSKQTDQLAQLIVDQLKIALDGNNVNKLITIRQI
INVVDLKQQFQNVLQTYYQSNKISYLDLYTLLLRQQPNLLELEDEAELDKIIKLLFEMNLESNYDKMVAFDFINLICERK
TITPFAAYIKQINNLFRQLFQQNVQLKRFYSFSIVSALQFVRKILNFIEAFPIEFIDYLNFELTDSLLQIIQFCENPNPE
FMDEQNDTLFIEYAETLLRCIQMEQWQKIDDTIYYQLLQCPFISIQKAAFIALKNIQDHSGLSPVLDGFDMKKEEMRRLR
QEDEEDVEDIITFPLDGKILTNLLAWLVVLQNKNCVQFKDKYPTYLSNLLYILQFLNDNGVMARFNYKEIYQQDLNLMVI
QDDQSELLKMIVISFYQFIVAQQSYFKQWYNQECNTTQKKQLEDLLQIISKAIYTREIELIELNQEEWRSEGFDIFISKN
QQEITATYQKEEQKIEILIQVPVGFPLKPLKVETKKGVKISEDKLKKWSLMIRMILQNENDTILTALKLWKKNIDQQFQD
LEECAICYYIIHQNGELPKMACRTCKHKFHSTCIQKWFHSSNKSDCPLCKSQFL                          
>Ptet_A0DYS8_A0DYS8                                                             
MIKCKRTNHKQKLHQMQTAYALKIPLTYFVLYHLGVIYVWVTLIWHAYLGTGDNLRNLLINIWQNHYKVSYPIILFNEIF
SFVIALYGTFDTNLQKYTATQLLYYASAFFVCNHVYSFYSRNIVRRNDVNQLPNCDKRLFQSYEYLFYFQTLIIFVCFYY
SIKFDNLQKEIKPVIKFLINQLMFHVFEITKIYFVINLFVLIQFLQVIIDGIQLVIDYQQISYLIACLTRSSITFIYQQN
IHIIEGQYYLQLRNCRDGRFFNDNPQVQVTNLREEDLEKLEVKSFNSQLEVQQKRNQAVDLAQLEEQNNNTIQCPICGDD
IQKKQKIILLECQHIFHSDCLIRWLKIKNSCPYCRRSAVKCQQ                                     
>Ptet_A0BFU7_A0BFU7                                                             
MIYIVITIIFCMFVASKNNDYSQIIYFCTCEIILKVIILVCLLYQYCQFIEAENKAGLINEQSRREIEVNLVLHQSTFQF
VIAFANQSQYLWIKIILFYCSLCLLMLNVQVDQSSLPICLCHDSMEDQYIEFNYSELKCLLEKDCRIEDFETSSFPYLTQ
LTLMDWPIIVILLILLFARVLIMPLAYCIKKLQIIEYQYSYNSAFKQRTLSSGSFISGSIIFSSLVKLIVLSLLMILTKN
SSCYVLVASNIFYHILIAMAFNQIKYTINFEQALEEQCYQNSQILIDSILWMNNLKNAFFQFGLLLCLIFTTVGQSSYQR
SDKSTNIMNYDIFIEFDCGIFQFIMLTILIYKYIIYQKCNKSRILIFNKYYHGSNQELSTNQSSFQNQSMLTNSRIPTQP
NNATIIHQQGNLLKELKFASQELSIYKAVKHITTDIDCLICLEQLTNKSANVVSLKCHHLHMFHMECIKQWFQRHTTCPT
CKHEFFIN                                                                        
>Ptet_A0CUZ7_A0CUZ7                                                             
MLKFYSFFSIALTVGAVYNSFSAYKQFYPSVLYLSTNKINRTILVNCAIMFISILIMMFLKIMFGKIKDVEKITVIDKTK
RKILEVAYLLFFFYVSLDWQFIFLILWLIALSIIHWISKKRAGFLIAESSLNFSDHVKLLMTFIILFYIDIKVANQNYFS
QISLYFFYGAEEKFQDLLFSFEFALLPIRMVLPVIKYLMNLFEILTYSQFESKQTVFSALEVLSKILKLIVQIILFQQVL
NTQGFLLILLVDIIGNLVALYKKIKAVYNQIKLVRMINRIQDVEKNESHDSTCLICLNELEKGKLLSCGHVFHSSCLKTW
ISGNQNQFCPKCKSTIKLEETKLQQNDTQDISSKKQILLQELREIRSNIQILKSLNQCRNLQNNVQNTQGIGNLQYALPC
EALQFTTGLSEIKRQQMNYMNKIVRAIDQGVIGSHLLTK                                         
>Ptet_A0C9B0_A0C9B0                                                             
MESLQKNINIVKCTKLYHFYQEIWSFLLNYDYVSLSISVTDITQYNYIVQFKVYLLEKSFKEQERLINQIKKVDQNEKDL
KREKLKQKLVHQYAKESFIILFEILNLKVPIRASLKPNQDTQALDQFLVQKFRNLEFYEYTYLSKNLLIPNNLNNNQGNV
TRDKINQIKKQVKPDDEDSQIQIEQEENNGNLFSVNEQQSYLFTQCQQPEDLRNNLFDYQSQAVQWMLYREQRISAQTLN
LQGQKQSLNKMWSQIQLDDDIYIYFNELTGQFSEKAVPSKDVKGGILADAMGLGKTICSIALILLGREMKQQQLNDINSE
PLGKKVKLDKEAGNTLLVVELSVFEHWIEEIERHTKLNKLEVYQYYKPQSRVKEIKLEVYDIVITTYGVLKKDFTKNGLL



YMYEWERIILDEAHVIKSKSTACAKAASSIQAKSRWCLTGTPIQNHLEDLFSLFHFLQVETFSDYYWFNHYINKQQDKAA
KFNLLHEILRPLLLRRTKQSESIQSSLNLPSKQHFIVRVKMSNQEKKFYNTLYFNTQKYLKEFFGIGQQQKTKKIGYMHV
FQLLSSLRQCCDHVGLIANKLKNKALQQQQQQQSTNKQKSELVIKQFIENAQYNLERSLKAQIQSLQQKQEQAEAQQQEL
EDDDDFSVQDEFSENSSTADEVKPQLDLKEIENDLKLKIQQLDKIQIESQDFENTQRKYESIFEKVKNYDCAICLEPLKE
KSIIYYLSCEHIFCSCLESLPKQNETIVCPICRQEIENKDKIKLIQTKPAPSPQDDWYKESTKINEVLKYIEYVWKKNEK
VVIFTQWISIMNFIEGKLRVKGIEFRKIQGKMDKNQRKASIKDFFEKQITVMLISLKAGAYGINLSCANHVLLVDPWWNP
AVEDQAVERVHRLGQQKQVQIVSFICDNTIEERVLQMHKMKRQLFKDALQLKLPNQEFSFQDQIEFVMNQQMES      
>Ptet_A0D6I1_A0D6I1                                                             
MDPFNFIVLYYDRIQEMKISDCQIYNSLRNLKLKLGEFLIIHGIAFKVFFLNPLEGHLNQTTRIICYPSDLQQNVSLQKV
HFMNLSNEKRELITQLPLKLHISKDQQIIVNGTLMQAIKCVPNEGIFTPETQWKIINYQDNTIEEIQLLIQNQTDNNKQE
IFKKYIQPYFLVPRFIKEGSKIKIQDIELIIKKSQPKMGLITCNTQIFLIDNEQTMFKSLNEDDEQAGLYMQINTLKILE
VNTASRNQFVQKRKQFYGMMENFAQYDDKENQIIFSSKDLNSKGQSINEFPNFPNTFLTKLHKDNEEIEIDLMDFDECNF
GAGLHEQNMKLSQMTLPVLFKNIFQKKKHGANRQSQLQQPEQPKSDESFLDQSFESDANAQLISDASFLIQEDQPHLATL
PRYFDDIVLFNQQRWLPVINDGNNKNFIQQFPERKIDLNWIQNKGQNINEDFCKCMICLMDYTDEEIVKTLPCLHYFHNE
CIDFWLAKSIKCPVCKYRCDEQVKF                                                       
>Ptet_A0DWU5_A0DWU5                                                             
MFFVSYCLAQIVEVKFNQQQRWSSEFKNSTNNTFRIAPLDKVEQFYYIQIELNITNPKFMLLAQKNYPISNPFSPMLLDG
ENIDATNQYENRDLRYLKIASIDQPIYITTLGEGVDYKISVEKSENQNICQNQCSNHGDCQVSLHLFQKQGCFCLIGYTG
IDCSQNSTPIIDNMSIPGNQNEKTYFSLLYLPTTSLQGYQYTLKFKTNNYVGLQIIVYKTSAIINPLKQLISDPNLCDIY
QVSKNKELELLLRVPEIPQQRNRLNFAIKTAFPDYLMQDLEISLQEYVEEEVVDLSDTMIIIISIGCVVFVSLIIMFFCY
RQYKKKQAAQRRMIMQNQEPLHSGHENHPIIQQEINLEEVCQKNCLCKLSSKELNPEEYCSICLEPLDSAQEVRQTRCHH
NFHIKCIKLWLEKAKHECPICRQQLELKPQDEIMRT                                            
>Ptet_A0BDJ6_A0BDJ6                                                             
MSNFNSLSSIVEDDNEQESFTFKSNKSDFSENNSLSFENENANFDNQFYKIKDSFEIIKDLIQQDKKRQYQQKKKQEKQQ
MFQNQLPVFNQQMIQKDSQQNNQQMQIQKTKHQQKQHRRSHSDKIKDFKEQMLNLNGKQVNENHQDHELEHILDKLHQVE
TCEYCKIKIERHILKAHEEQCVYKETNFDEIQCPYCGDSIVRAFINDHFEECLMYIEDKFEKLAGIQECSICMNEIVGNK
KTLKCKHYFHSDCIQDWLERKNVCPVCRIQI                                                 
>Ptet_A0BKW2_A0BKW2                                                             
MKLYDIIEIIKLTEQRGQELLIDALIVGIEIGRGNISDFNDLKCVAEQLKNLKQKIDNSLFSPFIRDNIYDRIINEKENL
TDVLQSVQNSLRRLSQQNVQNGVCQVCHQQVHGQDKMKTIQLQCNHLFHQQCVLPNLIMQNEIFPTYQCPICETQTLKDE
ILNQLQNNSQQVVSCCPTPACRKKFVFQGQEIYRCQNCKKKYCLRCFSQSHEINKCQASDNNQFKNGDNYKECPHCKKWM
KTSQVEGTIKCIKCNKTVCLGCNDSKCSCCCENKGNIYSFFKSKFSIKQQ                              
>Ptet_A0EBS8_A0EBS8                                                             
MKKFKQQKSNQDKQQDKFCINAAALQDHLSRQLFKLPKINSKQLSLAQKLGLVPSPPKPLNQEEWAQVEEQSLKREDIQN
CVCPICLEKFRMQQHVILSCSHIYHKTCLESFERVSQTKQCPICRRQDYEKKQFMVANKQYKIKSIIKIQALFRQFRCRK
QFYERMIRMQYRPENNLLRRKLLFYKLSRISSRMSKTIQQQGNQAQQAINQLGENIQIKQEQMENNLNQIQQMKHNNEQM
AKLQPIIKVDWISIKKVALERKEVDCTICLQSMVNTKVFLLSCSHMFHANCLNSFERYSMAQINNCPICRQTYQKSHFQL
QQ                                                                              
>Ptet_A0BXQ0_A0BXQ0                                                             
MYLLILFVICNAFHHKGSLQTNTTLNLALNFTDQAPSIIIKFFLPIARQNQQIVGCFVSFENLTLYTFELDQLQLKVNSN
IDYDVHSIQSNSDTQLVQYPYYSMIYLLCQSDQNIIIDYELTYLEDYLNPFCINNCKGYNDTRNGNSSYCLNNYCECSLD
KLGEFCQLDSSYLINSNWVRVNLDSYQWKYFYYQIRNTNIELQSNLDQSDQNISKNSFINKVYSLTLRQHPWISIPNRKF
SYFLTNCSSLSDTLQDLISEETTETILYIGLYNNNSIQVKFNLSVVTTSSDDDDEVQRNKLILIIVGSVVGVLLLLSFFL
SIFNNQRMNQNAQHEENIEQNLEIQQIAFKSPSGIRQFYQGFTKQFIKDYFDPINVQEVMKSYPGLSQFEDCVICLETLK
NGISLEMKLCSVTPCFHIFHFQCLSSWLQKQRNCPFCRNEFNRIQIQNIYPWVELNKEKRKSESEQESQYLQRLKHNQNT
DLSQDIQLNDSQQDFVHGKNRPTVEG                                                      
>Ptet_A0CVB2_A0CVB2                                                             
MENIQRLLIAPNSSRKYLIKQDGNNLLFSIILCLFYIDNLMNEKLPYSAAWFKCSYLFLLFISNLCAIFLYVLFIPQLIT
LKQEHNKKDQIIQLRTLLQYKLHQYLNINQYLINVLYFAGILLVICDFFGEALEETQNIKKILRYSVFGYLLNRIFITGR
LENALEEQTIVEFKESFIKIEELNEISLSTLEICSICYEEFRAKDFVAEYQCQGKHTFHQDCVLKWLKMPMNKTKVCPYC
KQLPDSINKYF                                                                     
>Ptet_A0CYX8_A0CYX8                                                             
MFQVLRRVFEGRNHFENYWCHLCKMEIIQRTYNQVEDQQEYCILCESPLEQMEQDTNDTELRSFEIYISPEAQQSRVLSS
WAQNLSEISDFLNILAHFTENLIFLEEQQQGATESQISSLREHVAMIEDQQQTCYICQEDFKQDETELEMSCSHNFHKDC
LTQWLKINNSCPVCRTKIN                                                             
>Ptet_A0E0X7_A0E0X7                                                             
MFILLFFYICNAFHHQGTIQINQTLTLTTNFTEMVPSIIIKFLLDQDRNRESAVACFVSNLDLESQTFDIQNLKLNKESQ
IVYDLHSIQSNSNAQLIEYFYYHTIYLLCQSESGGQIDYQLTYNQDPYKAGCINDCQGYNDTKSISQSYCQIDHCECQIN
QVGFFCQLPSKYILSSNQENVALDSFSWIFYYYQYKNLDLQLLSDTTIDDKTVLYSLAFRDIPQKTIPDLSMSKVLNNST
SLLEELSNLQPSQYGSNILYIGLYNNKSEKAQFKITIISNDSADYGQLERNKIIIIVVGTVVGALLLVTCVLSFLKTKKL
QAEQQALRLRQIRINQNNQVQLEVIRQKKQPNGFSEKFIKDYFGVIAYKKLVQLYPGLTQFEECVICLESIKHGQKKQQR
NCSVTPCFHIFHQKCLTSWLEKQKNCPFCRAEFSTILIQNKYPWLDLKQQRINNSTQDDSKYIKNMKLNSNTNQSQENQL



NESQQELVKKDKIILDL                                                               
>Ptet_A0DPI5_A0DPI5                                                             
MIELTLIIIYLLQQLSCQMILLNETNLSQKDIYQFDNFIPQGFYLKIGEVILFSLSSLDNSENQPIMELCTDQYKAKLIY
FLFQLCLKCQDCQLSKHLEFIQNIIQCYSFQLQCLFRYKIQQFFQSYGSNYQILKLPLVQICNKPSDCKNGGICSQGICI
CPQNYFSHDCSIMGKSILETSTLISSQFYFFDIYEWMEKEEKFTQYYFARLEEQAVIIVDCYANNPYLLQNTTERQLSII
NITVDEMYNCLNYVNELEQNSQQQFAKIIIKLKQPFIVQFKGSESPVDPFVIGIVIGSISLFIMIVVIYCIYRCKRDDIL
QKKKKEEQERLEKEKKLMEEKENQMMPEFSYAEILQKFPGLKNEQECEICLNVFKVQERVKVTYCTHIFHADCLKQWLNK
HQTCPMCRENLNVSLLVQSHLLSSSDHQGQHISENQQAQFFLLTPKSQHNTRLYGDEHQIVVQQFSEQVNIPQNNNEEED
QNKQNQLTK                                                                       
>Ptet_A0CKY7_A0CKY7                                                             
MDSKNDQKQRFTRPNGQYSKTINNQHGLNREEPQKTNFQQQQQQQSYQQTQSQASKVAPLTEIEKIKKENAMLKSELLIS
KEQLKNLTEDYQNLQQRYHELQSQVRYSPEDLMLLEMQRQMKHQQYYEFMQEAMMPQRQFQTDGMSYEELLELQNQVGHV
SRGLTKEQIKKIPKRTVYLRQKDGCSICYNDILTHDNIRELKCKHYYHSKCIKKWLMNEKKCPICQTEICI         
>Ptet_A0C9W7_A0C9W7                                                             
MSKQSNQVQNKQIAWSNEKQRKKKLILDSPDTKETVTILPKQQQKIPSSSKLPKHFISGPKKKARLKQQTQEECPICMQN
LDDVQNVCEIDVCKHQICSTCIKEWAEKYKTQCPCCRAKFNYIYPIKEGKRENIPIQLNLNLPKWNQEEDQFYEDQSEYD
DEERCQVCQCSHTPYLMLICDRCNDAFCHTFCDPAQLEFNVPSSKWYCLDCRRSKFIYYKHK                  
>Ptet_A0DD11_A0DD11                                                             
MKVLCCFFFWISFVNSLIKEFQASQNYLLIEIFSEDWIDMKIEVAENSVIMNEIAQQNTQYLNMYYKLKIGSDYRLDIFV
MPDSNFTISEAPFRSCPNNCSNKGDCQNLQCRCQVMAAGDRCQYEVVQLYNRSQYSESLKSHQTLIIAIFYQQDQLIDDQ
DQTRNLQIESSSSVDSHIYLLQPFQYPATNLIDEKQIYEGQLTSTPEEIDYSSKFEKYRIQASYYSFVLVLKNMSSQKQD
VVLKYQLLDNEQKFQDFILVAILSVISFIILLIIIYIVRRRCQYLSQSQAKENQEEQSDNIVIQLMPIVNPVKDQDCVIC
LDPLDNRLCRQTPCKHVMHDNCLKQWIQKQLTCPMCRETLNDVEHVPRAFKSRNQTSNTFILSHQGQSIVQSDRNSVRSM
IITRTRQSRLAVFQ                                                                  
>Ptet_A0BYS1_A0BYS1                                                             
MNLLIGEECRSKNCQIQENQQNEQSDIMQIRFWEQIAQGYQQEIQQLQQQLWENNLNKVFHKSNGVPKNFMDKIKRMKMG
KSNKKCSICCNEFQKEEQILQLPCKHIFHENCCKSWLSNSRKYSRTDKEGSIMRQPSQIHGIKNIYLFSQLYNIALSKMS
YMEILSMQKSFLDKNGISLDDYRNTFIRKTYTLLLLEYICFCGVSLLGKYIYQYEKQWIFWGLIIICQLCHFYFEYSASL
AENQNKKIWNTLTSVIYLICGSFAFLFIWTLLGVNFEDQLWRIYLQIGGVILLLNFYSNMTSTHFQGEGIQYHIYPLIEC
WLIVLITPISIEFILNIFVGIYSPLFQTFVTMIITWLSSYMLQITQKYKLQKEFTFDDIQVLCCMLLGVQFQLLVGLTKS
IIKNQNGQNDLSIGSYEIKLKYLKQISSFFSIIILILQISLMFGCGYQPQCFSHFLIKPKGEDYSFSALFWVSLAFSLIL
YPLILIFHRRINYIIKWVLVIIEIFFYSLILIGITSFMVMQEDNTTDDQSKTQLKEYLLCIALSMFTGIGIGFEAYSFIK
KENIENKKAFVFMMICPIIIFISQIQFAIMQFQAIVITYLIGISCVFVAYAIIVLLELNWQLHKDSIDINAKEYQLGAML
IYQPIQTIIARICTLFI                                                               
>Ptet_A0BYI1_A0BYI1                                                             
MQTQNQDHVKCKYCKERIHVIQMYAHTLECNSSNHPNFNSQIKSVVLSNQSQLQKQKVTNQEINDQQSSSRQPDQFVESF
IQSSIQPSKIQQQQSMNNRSHSNFPQQNNKQEIQQSNKQSSNLYTESLLKQAQRKCEYCDEEYPIQILEQHYPLCEAKIL
IESLTLAEDQHENNHYQAQNQQDFQDESDNQDSQDNQDSQDNQDSQDNQEFQDNQDSQDSEVNQDQNQPQQYEDSSDSSD
NENSNYITQIREEILPDGSILKSITTTNFVTGEVRTRTETVHMPQQLQQQQYPQQFPQVPFGGSFQSQNQGGNLVSFFDQ
VFNTNVFSNQPRLRNNIFMPMTNSSFLHQVPQELTNLAVIKYVPYDGLAQEYKQCTICLTDYEDGEELILLPCIHRFHKT
CISKWFKQMTTCPICKNDVAEQEMAFEEDDQL                                                
>Ptet_A0BYJ2_A0BYJ2                                                             
MIFLLCISYVLANFNTQYVTDQMEIQHTNLNSSKTYLLSMIITQFPQNNYCLPLLQVIINNEIYNDSQAYSVRARIQKVY
INGTGSVIIKVNCNMLEYFKNPKNINKTMHFNLTLNDAKQHSSILCQFPHYGQNCSLSILQIQKEFSVTILILNNTWLYA
YAILENNDYEVIVQNGESLFGVSIVSINKLNVTILPSFLQNFVVLEQNNEEKEIQIYRSEDDQNNVYIIGLFNFNSTQIQ
EITITLTAGLKSEEFPFWVTMLLISIIVFGMLLLLIILLLFRRQYKKLTQIKPALDKKVIKKYMPPQKADSKMIKDTCSI
CLVQFELKDKYCQTPCRHVFHEQCLVDWTTKQANCPVCRQGLLEKEINELMEIKNKGNRNVEDLNIEEALKSKDDPQSQT
YRNFPLLQLSSSPFRTQLKIELDSSPQAQNSPPILQFEGSPENRANRNLCFQSDGIVESQN                   
>Ptet_A0BC91_A0BC91                                                             
MHFQRILEAYEQRWLERHDQNKKFRPKKLITDTPDIKDMILMKENLPLSKQQQINQSKEVPKKIRLKQQLQEECPICMMN
LDDLQNVCEIDVCKHQICLTCIKEWAEKYKTQCPYCRAKFKKIYPIENGKRKNSPIKLNLKQPKWQPEQDQFYNSQEEQE
ENQMCQICGCSHSQYLMLICDKCNEQMCHTFCDPGFLEFFVPEKNWYCLDCRKSKLVYHKPK                  
>Ptet_A0DGL7_A0DGL7                                                             
MAEITIVEEQQDAFEFDDEFDFENLEMPQLVRRNGIIHTNEEIMGYYILDKPAEKIFEEEQCPICLESSEQLYPLKCGHT
YCQYDIEKMMEISKSSYGLLQCPICRAYQTLDSFDEVTNVKQGKLENCQQACH                           
>Ptet_A0CDN9_A0CDN9                                                             
MQNQIDQGLLQEHEQNNVEGMENEYVDKHKQPTQIFEMGKEYFKQCHQLLAIYTALKFIAAITLITLRETIYGDEILQKN
YHEIFNDAYLVFWMYISCAHSLFAFIYYIQLLMKIDNEVKCTQVVEEIGQMIVIEIPEGYTNQEREAFINDQVQIQNQEM
IQRLEIDGQIEESRRISLIATEIKKTLLQNERPLNILGKGCFVLFQFIQLWGLIFYFHKKSTTESNEDLKFYSLYKGYLF
SVVFMGIYQYLEIYIITLLVLIFLPILLFYSLYDWIKNYCQKRRERRRIDDSLKESMYSLQETAEGENECAICMNQYEEK
DKIAILPCSNKHRFHSTCVRSWLEINSKCPLCRSDVFTLPDEIF                                    
>Ptet_A0DYB6_A0DYB6                                                             



MNQEEQEIQENKIEDLRNNEEFQQFCDHVQQIQENLNEYITKQSGNQSEENQRLHLQLQENFEIIKQKIAALRRCEVVED
QEELKKMIDEVTKIVQQTNEPFQQIQYEGDDFNGLELEFTQPKRIKGLKNAQERKQERKRARIQKSKQAFQIFKKYIIVS
LIAFQKFIKDPENIAKLFVIAVSCFFVSSFLQIPDMSKRHSLYILEWLAYNRCARVVLISGSFCFVSLTWYIILLIWIGF
MGLNETKGKLNTLIHECNPILQLTLMFMTDNDLINNKLDLAIWFCYLFQYSTYRVYYIHSVNIIKKILSTLTSQNFNRVY
QFQQIYIFSLIILAMNFLITFFGILMLHKVGIYALSLLFYGGVQTFIEYSQLILICKKLQQKYTYFINNNIEQLTEPQFY
EEIIPDILYQIVKFLNSSQLIVNYFRTINFHIFLHLWLFQIFSDLQSSLSSLKKNIDQLIKYKRIQQHLDSLFPRVLDIQ
EDEICIICHEELILARSLPCQHKFHLKCLFGWLKAQQQCPICRAEVPIELEQPQQIFSKILSFLTQFNISNFAFLFYVNS
GRQQDLQLTEWEEQALLGQELLQQQQQLQQQQRDQEQMQQLQQERQQLQQQLQYQQQFLQQQQILLQQQQYQQQQQQTQD
QKQISEITENPENVIKQNPGQESQEDKQFIQDAFEKRDPIVQYNQEQEEKEKVDQEEGEQNREQQIEQEGDQDKDQEGDQ
NQEQKQEGDQDKEQKQEGDQDKEQKYEGDQDKEQKQEGDQDKELKGEQNEEQNQLKENQEEQQLINQNKELEKQQEVKVF
ENQSQETEQIIQKEIENVDFTE                                                          
>Ptet_A0E7A7_A0E7A7                                                             
MDAQFQVSSDDFDFEVNQALKSGNHMEDSGSMYEMPEKKKAYKGRGKKKEQQPNMKKPIEKKVYVKNNKKQLQNKNTASK
REHTTQIKQKNIKNNFAMQFAEVFDEELLQFEKAENQGNQNIIQQNFENKIQVENQFNQIESEKNQFNFIQGPEEEQIQA
NEVQQNFIPMYLDNKGNYKYLRRALSMENEHQPLFFKRFLNSLQMTQEEYDNIKQSFPQIPSEYLPQLILEQRQINNVFQ
NKLPQEQQQQQQIIQNQQQQQDQGNQFFQNQQQPQGNQLNFIETEFKHNPNLSEDNLECSICAQTYLDGDKLAILLCIHR
FHLTCFTCWLKKSKQCPICHHG                                                          
>Ptet_A0BEH9_A0BEH9                                                             
MMSVIQFHQFLQFFQQRAINMKEQAQRQTRFQSKAESCGICYNAIENQGVLDSCNHSFCSDCIKKWSNIENTCPLCKQKF
TQIESKWKRVYFEINSGSLQKPQDIKAKMQIKQDLCQRQKLVTKGRSVQCFT                            
>Ptet_A0CC16_A0CC16                                                             
MNLLSQIIIFNLLFLETLAFNLSVSQSTPKITETYQTISQFNSTFLFNTTIQIEGEQFEYLIVQFQQTSKDKSKMAVLYN
EKFPTLETNKTLQFKDMDYDSFALKKKNHYLFIENQFIPKFITILSNISITFDLILTGTNTSKCLNNCNNYGNCIRGRCV
CISNYIGKDCSIKATELEIQTWRNQTLSNNVTFFYYQQQEKSKELDLIFYTDSQENISVFEIVSSVISLPTPRFYDFYGK
FNKSTPLAQIISSKGFKDLDQDDFLSEDTDQDDKNLLNGTWTMQISLPSRMIIAVLCNTPNASLSISFQQRSKYGNTKNL
LEWLLPVIIVGVIIILGLFFIIRRNIKKGELIGNQVTQVQLVTDCDICYLCQQSLKSKNDEIVVKINSCQQEHNFHEKCL
LQFYSKKSRQLYCPNCPQILSEQQQ                                                       
>Ptet_A0CAH6_A0CAH6                                                             
MSALKAKGRKVFEIPICTICLDPMIKDLCVFTVCGHVFHYNCGVNCHQNSRKCPNCRMRSTELQSLHYAVEEITGIDEQM
SQLLTDLTVDQKQHMAKLLADHEELLHENQRIKQRNKFVEEKNESIQTEVQHIQAELKRCLEKNKELENKERLQQSKLKT
LEVCFQSLEEENKKLKQEIEKSEALLKGYDYLESLAKVINNPNEDMYLKLIRQKSPIEQAKQIYDLYIIKMGQFKNVQKE
VTQLQEQKDQQQKKYEQLQQKYERMKDLYDEIQKENLSIKELSRNQNQNPIQKIIEHYEDKQENEFKRKPVMMLKPATFG
SSQLRKQPLSQSLLKK                                                                
>Ptet_A0DGV5_A0DGV5                                                             
MNSYKIQLYILQFPIDQRYSLLLNIQQTKNNKTYQAIDSDAFYSKLPYQNIYIQQINKITIDVQYKQICNYTHQNRVSFN
YSIYVIEQPNPKNQCIFPYFSLKCDKQIDQQQTSLKSFTVPNQSWIYMYYMLDKTNYTLYLENNESDIGISFVLADTPYQ
TELPSFNSYFTIIPQLYSYKVDLKRQEFETNYIIVIGIYNFNITSQARMTMYLEEISNESDSFPLWAILVIVGILLLALL
IISSIYIHLRKQFKVIASEVPALNRETLDEYMPAKKAITEIIGEECCVCLNAYKKDEFVRESICHHIFHDQCLSEWTKKN
TNCPVCRQEFSESELKRLLQTQKQTESSPFNRHAQKSPFVIKYQSLRVIQSQQQQPRNYPDDSIQQLKQGEISLQENSVQ
PFQSQ                                                                           
>Ptet_A0EGS5_A0EGS5                                                             
MDLYGLIFLELQIWNFWIISSQLLIGLIVLGCYIIYQTFFTIVSYSKFFFSCQKDFQLDSILEHFLVSQFCIALISLNLV
RFYDYSSLDLCYQFLRICQYFCTYLFLQKHGKENALQLHYILDTLMNIYGILYLNYESIFFWFILGQIALGCIHYCTFIM
SLIIFTFSNYYFSICDYIYFLNKVIERDDQAGYMKNFIRLYLLTQLALAIQFIFEQFLLSENIWSELIKTDIIYFIFRII
QYSFHLIIQEYYQDFGSHYYYHFTVYFLMDIFGLYSLFLISNSFWNILFQIILGFIIYQWILIRYVYLKVHKRQFSDNMI
KCPLFNTFIIFFMLEIIFSIIGIKFNFEGVKCYLILRMIQYGMVLLIIKFSFIISDFWKVLITIILLLLSLITVLYLFIK
MFRFLQQQIYVNLLLFTQLFVDLIIIGSLLFSQYLKNKNLFLEEYQNAQEDEQIYKMKQMLWWLQEDDIEKIKVDQSCII
CYEKLLNDSETCKLECHPTHEFHIQCLQRWEVENSTCPICRQQIKRQIQALVIN                          
>Ptet_A0DIR5_A0DIR5                                                             
MQDKPQELITCKFCKERFPLTIMYAHRMECNIENHPDYQSVVQNKESMLQKIQEEFPDDSQNILQTNKSKFNKNQKVENP
GLEKQLQEEFSYQLKREIAPQAVKQQQKLNDLQTESILVRTTKKCEYCNELFPIEQIDDHYPNCQTYLMIEQLQIEETQN
KFQSNENYIDKQSMIGQQKEPENFSTIIHEELQSDGKILQKIITRDPLTNKTYENVFLLDSDNGKQIEHISQQIIVPNDN
RSFHQSFQSFINKDLIDLDQIEANDQQKLLVQQIRFQNLVRINFCDSKQLDQEFKQCGICFMNYLKGEELFLLPCIHRFH
AKCMSKWLIDQSTCPICKIDFEQQKT                                                      
>Ptet_A0DJP8_A0DJP8                                                             
MITPVPDCPHYQRNCDKKAPCCGKFYPCRLCHDANYQGPNSDGCKTEIMDRYNVTVIRCRQCLCEQPPTNQCISCKIQFA
TYFCSICNLYEDDPKKDVYHCDECKMCRRGIKEQNFHCKVCGICLNKKNQDSHKCLDQIADTNCPICLKNLKISTTYIAQ
LPNCAHFIHTLCLNQLVKSNIRNCPICSIPIIEIEDYDLLAEAAKIIIPTHMQNLKVSYLCLDCRQTTNDICFNYYLKCS
KCGSYNTKQ                                                                       
>Ptet_A0BVD6_A0BVD6                                                             
MDYKTEQRQKLFRISNPAQKAQTLVPRQLRDDSLKPQQQQQMQKIVVSDDQLRKQNEQLKSELTATKEQYKILQEDYKKL
QSKYQNLQSQMRGPHQEMLMAQEMQRHLRHYQYYEFIQEAMMPQQQFQTDGMTYEQILELQEQIGHVSKGLTKQEIKKIP



KRQVNQKQKDPCTICYNDIEKFDKIRELKCRHQYHSKCIKKWLLSQKKCPICQTEV                        
>Ptet_A0E064_A0E064                                                             
MINTTLYSNKRQPFYRLLIFYQDNKNQKQAMSESLWQLIIRILPCRNRRVCLFFIFCRLGLLQIGLTLIFRTTTQEYCNT
KKGIFLFLKGEIDLQHNLEFGFDEFLKSCFYLYETFQCGLANEAFFNYYISFHDQSSQSVQIEISPLIYDQYIERFQRLL
ITVTKQTPILIFISANTSSLGVSHEMDQNLVIVYVLVSIAILLLVAWIIIILIRFRKSSRVHEETNTIPNSQINSNNNYN
KRRNKSSLNLNLLDQYMPKLLYSQILEFPKCQELEVQEACLVCLLEYQKNAICRLTPCHHIFHSDCLYQWVMKYENCPLC
RTALDQKSLKELYNKNLNHTFNLYKQKDKQPNQNVVLQSQLFSNAQTELRMIAHNSSDNQ                    
>Ptet_A0DDN7_A0DDN7                                                             
MNIEQILEKQENAIIESGSLLLPAFSFWQQTNHDLEHYFYLTRSLTSLCHSPFKKDMTIITQLCERTCDKDKQPTHMYDF
VDVETMHKQLEFESVCSYKYFRNHPTTFRVGTHQDIFDNLFFQKFNNATLIFEDGHDLPLKLEKAMSASFSSHTISQMIK
ALFSPQKPTPKWDQQMSSKLKLLTKQFQPNNNFQVCTLTQQQYDILMPIIAFGNRIVQYTQTLNNQKDEFIIESNKIASI
VTQCTQKIPDSEFFSQLQQYFVKSSGTFKQSKYPSIDSSNYEQYLDDIFKIPQRHLFQQWYIFIKQTFELQDSNEQELIS
QQQQFNILVSTNDKVSVDKSIQATEQQNYRDYKLVLFTDAIQNSYNLNLLCLSPLCGMNKLLSNGVQNIVIITQHSYPAK
LFKTEFNINFQFYPQIPVQELKINQTLISKVQNYNIDYLNKTEQNFDAMILEIGKQFQQVNYQINDHGFITLFSSKSFMQ
KCQDIWSQHSILSSLGVNKEFQWIKYQNKKSIYEIIRLFLTKCRSNAIVGDTMPSIYTVFNDLFLDQLQEAIQKQLDYQL
KHPQTLKNQTQITVFLLGVPWASQFMYYQENGHEQLPQVQLNLKLEWLKSLKNNYDRKYFSMVNAIRNISRLQHILDPLC
PCNLIVLDEKFQQKLLWKDQNFPNVLSFPDVINELKKQVSALVRSENLNENRKDTQKIENKKCQTFKLHFKQPVQIQTSK
RKIMLNKTLLGDLYNPQKKSLPVEQQCEKITIEQLIGQTESKDVNKSDNQVEVEELKCVICWSNTPDKTMCKSEKCGHVA
CQDCWKQWLQTKLECPLCRARVREKFLIVI                                                  
>Ptet_A0DC43_A0DC43                                                             
MKFKDSQYKLQECSNCKDQYPKCGLVKHMETCGIDNQIIICRYCGEKQLKKLILNHLNVCQAFALVDQEDSQCEFCKDKI
FKKFQQEHFRECVVKKMIDKQQAYKPQECSICLMDIQLNDQKGLLQCCHVFHKNCLQQWQKRSKVCPVCRYHQ       
>Ptet_A0CRQ4_A0CRQ4                                                             
MLQNDCLENEDPQKEEKEQCMICRNMILKAELKQHQMNCMNTLSLTDQEFLDEQLAQLIRDQNFLSTIFTTKKPNDSQNE
AQIDPTQQQKIIGVEIEQKQAQNQKQNDNIIQNVLESNKISEKQFNRQKNADQNEQFSQNIHLDDILMIQSQQQQKEQQL
KQQQQQQQQKQQQQQQQQQHQQCQQQQQQQQQQQQQLQQQKQQQQQQQQQQFQQQKQQQQYQQQSQQQQQQQQQQQYQQQ
QQQQKQQYQQQQQQQQQQQYQQQQQQQQQYQLQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQLQQQQEVGDLQKNTSQ
NKKYEKPQNDLMLQDESKQLQNDQLKQVNSQQQKPQNKQQEKKFEKKQKLNFGNQTIQIEPNFNQFENKDKINYKTANKE
KIDLRKKIDQTNLQSYEPMLLAAEQINSKKEKTNTEKQNSVDGGKQQQIPNPIPIPQVKRTLQLQNQYISMKYEIQRPQT
VNKSPINYEQQQRFVQPPFPLYSMQQQQQPNQKKFEYIPGMRLTNYQVNQLSQEDVYEYFTNLALEEQVGYQSKIFQLEK
KKVQINEVGSCPICMEDIQPSKEPNDVQLDCKHQFHFDCIKRWLQTQKNCPICKNHVDLCFT                  
>Ptet_A0EF20_A0EF20                                                             
MKNGQQILRDDIKKLELIHKRMNEQSIWKNFKIESLLQEINNRIQIILQILESDYKREQQSQIFRIQSLSDINTQMLENL
DSDLLYSFQLEDMCKEQQVNQLQGFNNKQIDDQEYITRPQTERIQKKTLQTQSLPNQDKKIISFQNFADHQQRKVDNTQQ
INEKGYNQKEIQKNQEIEQKSQTQKQNKQFQQPDQQKGINIAQINNSKIQQQQQQQQQQQQQQQQQQQQQYKHNNLPNTF
KMKENMNKFKMTIVPQAQAIGNIDKCPICQDQFFSGIGAQDEYVISLSCSHQFHYNCLEPILNHDHIKCPICNKIFGKMI
GDQPDGEMTVLKIKKICPGYNSDSIQITYNLWSGRRNGKDYQGATRIAYLPDNQKGQQVLSLLRKAFDQKLTFTIGTSLT
TGQDNCIIWNGIHHKTSLDGGIQRYGYPDPQYLDRVLDELKQKGIVPNQS                              
>Ptet_A0D4F4_A0D4F4                                                             
MIQVIEERSEGQQQQFGIDGVSLRMWEEGNQVFQVFSSQLIQIGDIVYVTLVVVKQCGQIVLKVQWSSQEISREIEGDDD
GQVKQAMQYMLQLILKRYRHFIQIDELITQLPCKHIYHKSCVDSWLQSSTKCPNCRSDVLEALKNMEK            
>Ptet_A0CVB7_A0CVB7                                                             
MTIFRSYFDCFLPELKEFNYQLWVKIIVIYKLVLPIMFLILYLLYRENYNETNHRIIISNIILLIIGVENGIGVFSWVIS
ETFSLYTILFLILQCIIQLENAQQNIIDKEATFDINLQILFRHFNEMMYKSFVWLNFATMIPAIFMLILITICTCQLKLF
FQLIKRNTPDQQTDVFYEYSGEEGAECSICMEELKQMEKYVELPCNHTFHSQCFSKWKNYKQLCPVCRRTVKINDLGGIN
KQLQLSKIQDIEI                                                                   
>Ptet_A0D8T1_A0D8T1                                                             
MSILRQYFDCFMPELRDFNYYLWVKVIVIYKLVLPVIILILYFLYRDQDETDNWIIITNVILLIIGLENGIGVLSWLISE
TFSIYTIMFVSLQFFVMLKQTSQNMVDQENNDNTKLQILFCQINEMIYKSCCWLNFATMLPAIFMLTLITVCTCQIKLFQ
QLIKRNLQLHQEDQFEEYIGDEEIECSICMEEIRQMEKYVQLPCNHIFHLYCIGKWKSYKQLCPVCRRIFKNIQNSKSKR
QFQLSNAHKVQI                                                                    
>Ptet_A0CCD7_A0CCD7                                                             
MQQTKKFTIRRSTVMQKQKIETIPQKPVSKIPQQSPVQQAQLENTSNLLTKDEQKKLLNENEQLRQQLKDKCYEYDKKIS
NMSELNKQLERELKKREEEIDYFISKIDVKDKEIKHQKDLIIKLKGKKKDYKKKCQEIQSQHQQHQHDPFQQLLEMRALL
LQLRMTAQVLPLLQQQQRLRQYQTQAIDVDNMSYEQLLQLEDQIGNVSNGIAREDIRRIRKRVIQQSDNIQGVCPVCQCN
MEIGEKYRKLGCNHYYHSKCIKSWLLQHNNCPICKQTVVIAI                                      
>Ptet_A0CMW4_A0CMW4                                                             
MNQQQIILQNLREIIRKNRIDLTIKYIEVLVYAVTICFIPKDIQLYKFYKSSLIVFIQGIALTHYYLHIIYQHKKQIQNF
GYFWSLPFNNLESYNHKELNNSIILYHKDFLVMRIANLVYSSSFLLSFEIVLFLSAPYEFYRYLKTPLNSYSALIIFEVS
LYFARRVQLFVFPSLRLFKFCVLLFISKFRRQNRPIFQNQNQNQPTETVAIQLQEKSCSEIDLECIICLQKITDKYVMLQ
CEHYYHKECIDHWIKQKEICPLCRSSIN                                                    
>Ptet_A0CPB4_A0CPB4                                                             



MFVQDMQFIRSSEQNFVINTQSFQTVVFQYDRLIQMQVPEKQLYDSLKNRALKLGQTIMISGNPFKVFLLDPLHGHVGDT
TSILCYPGDLSNNRTLQQVQFLNLSQEKKEHITRLPINQHISQDQQIIIDGLLMQVIRCQPEDGIFRQQTECRIVNSGKP
MLQEIQIVIQNQQEPNKQELLKNYIQPYFMIPRYVREGSRLRIKEVDFMIKSCKPKKGFIDSRTIIQLFDNEQFTFKSMN
DEDEETGGLQVQINTLKILQDKTASRNQFVQKRKKLYSMMENYCQYDEKENQIVLSSRDLSSRSQSINDFPIFPNTFLSQ
LHKEIDEVSHDLESDLMDSDETYQGIGLHEQNQKLSQMTLPVFFKNILISNKHGANRQSRLQQPEQPYSDDSSLDRSIDS
DNNGQQQQSETSILIHEDQPHLIALPRYFDEIVLFNSQRWLPIIHDGVSQNIINKFPERKIDLQWIQNKGKNENADFCKC
MICLMDYTDEEVVRTLPCLHYFHCECIDFWLAKSRKCPICKTGCDQYLNY                              
>Ptet_A0BXX1_A0BXX1                                                             
MQNDAIDYLKIFTSLTIFKAFCSGVHRYKVNQMASSHYETESTLAVLMKIQMQFNFLLLHSTLFFKQWDNVSEMGQFNLF
LMMSTSLFAMTLLLTDYRWLLKIYRYENHILREDYPIFEFLGIQIFMMFGCALLITIQWFTIPILSDLMHQLLCIYKIPQ
IIKCHQNNQMPNITYFCFLEDYCILIFFSYYRGCPSNIFKLQENLGICISVTVFICIQQCILLYQFHIKPQLYYNKSQVK
DFAKQIREQNIYSTFDDLVMNTNVECAICLQGIEITNSSQIQLDSQDSIVLTLCSHKFHESCLISWLQVKKQCPVCRHQF
>Ptet_A0EB88_A0EB88                                                             
MIILLLIQTCYSSSLFDNSTNNNITDLFTRCKIKGENKDNLLFQCSQMNAIISKSSLNDEFIYAYSFNKTEDVQLSNMLL
SELLIDPETQQYHIKLQVLYNSYYGDLLQMITSLSVHKYSFYNYQATVIDGILNMIGLLVSHINEQYFTCYFIPIHPSRV
NSFPLKALNFTCDTTCDIKGFSQYYNKQRNSLIIVIAETNILNLLEYSFLDWQLRYVSKYSVSDFLDRNETIMELKSFED
YLLVELQTCQALFSISSIVFEVQLLKLFSKSPLHLDHNTNLIFQKINNQTQVYYIENNKNWLTQQQVIQKQILDAPFTDS
IFVLNERQFVFIYDNMEILTIQMDIQQNIIQEMECLNEFTQFPYPNYQSILYQLQFLGEDLEQNSSKIAPLEELQNYTSC
LKPCDLLYYNYEISLVPYEQQCISSELYQQFTDYCSFQSSCSKCNTQIGCNWQNDSCQKETQMYEIDLSSNEQSSKWYYG
KIWQCEEIQSQSSSAFCDYNQTEFSLNKQFTYQGKIRKGQICSWFYDAEEIQQFNIFFKADLVKIPSYVQISICLGLNKN
EICTQMNFVPWDLNQTTTYPFKAYYFRYTIIFVEDNLANNISFSFYNSPPISMAERLKSSLLQMLVWLLCGIFLFCIMGY
MAKRRLQYLVAQTIDNDLIYIAPYLQNQVPLSNERLKNVMQNLIDQEIITKYPSDPSLLLYGEDQCSFCFDQFDVSQFVA
QLFCGHVYHYNCFEDWMRIKGFFDKCPICNQKADYFLANKEEYAIIKSQILDRLNESDNHTSHLIK              
>Ptet_A0E829_A0E829                                                             
MNPLNYNDDDKPKFPQFIPNQNIENIGSRTQRSHTLTNNSTQDGLIQYQNLFPNKAKQAQINFFKRAHLQKGSNNEQNQE
KNVPKYQNINIISNTTQQNGNNVKKQTNFSQTIFPLPPPQYQSNNSITSQAILPKIKILEIQQQQQFKKSHTLEVCSQCF
QPKNADHQCNDEYGLINCPYCHEPIVRNFLDEHLVDCIPYIEYQFQNLDKKEECSICMEELGKDKKSLKCSHSFHGNCID
GWNKKSPDCPVCRKPI                                                                
>Ptet_A0BCM9_A0BCM9                                                             
MYNQSQFADEQSSILFEDEIDFSNIEIPQLTRRNGESNDKQKVHGYIILDQSPQKIYNQEQCPICLDQDQDLSPLQCGHT
YCRTDIAKLIGQAVEQIIQCPICRAYQYCPSSKDLYQNQHEFQFIDHTQLETN                           
>Ptet_A0BIV0_A0BIV0                                                             
MRQCFFYSSNQIFSFIIALYGTFDTNLQKYTATQLLYYASAFFVCNHLYSFYSRNIIRRNDVHQLPPCDRRLFLSYEYLF
YFQTLIIFVCFYYSIKFDNLQREIKPFIKFLINQLMFHVFEITKIYLVINLFVLIQFLQVIIDGIQLVIDYEQISYLIAG
VTVASIVIAFIYNLHILGQYYLQLRNCRDGRFFNDNPQVQVTNLREEDLEKLEIKSFNSQLEVQQKRNQAVDLAQLEEQN
NNTIQCPICGDDIQKKQKIILLECQHIFHSDCLIRWLKIKNSCPYCRRSAVKCQQ                         
>Ptet_A0DGD2_A0DGD2                                                             
MNRELEETSQNQENKISKDEDEKKFKLLKEHFRVQFKESYKYIGFNLLFSFGKYLVCFYSLQQRDQQCDVNPLFVWLTIV
GMYEFFNSIRYLAVLYSLQMNSKDIFLLVMAEMLTKDSEEQMNLQGMEEKNKQKNNSKINFRRNQIKTLIKMKLSTRDIR
QEELIAEPPFTQYEIIHQAEALNKYTRLMKVYNQFIFYLIFTGGNIAYFQSDSNDCDDSLNNVTFVLLLIGYLFSAFLII
GFGLAIISMALYMPIILFLFIFKTIGKIFKRLQTKNKFKKMKKFQYKSGPEFSAIQQCNICMCDYEDNDLIVQLPCSVKH
HFHDHCLQQWVIIKQQCPVCRKLI                                                        
>Ptet_A0BW53_A0BW53                                                             
MNNDFREVNLNQQEEQQMYIETPIYKEAVCHFRTTQYYYISYNALKIGCGFALLYMNHEQNQMNYWILAIMFHAFLMIIV
QRNHLKYLNVNKRILAFKLDQIVPAENVEQVIEQRKLNILSRQIKLEVAKLTIFGKWCCRIIAIIYQLIFGYGVYLFCIY
YSMKSEELMYQYCFLCAILVISLYQYIDLYLILVLAILGSPFLIILSCYYCANLFSKEQQRNEIRTRLQPIKYKPNLIEG
EQECCICRCPYELNEEVVVLKCSQLHHYHEGCIMSWININNTCPFCRKSI                              
>Ptet_A0CTC6_A0CTC6                                                             
MYANQYLKTIKFQNMYFECPCSFRKELEQESQIIRHIDCCQEFNSDSPLCNMYKRGNVEEIPIEQLVTFLCDLKLQVERI
EIVLNRSKIKYYCFIGGYRKQILPIISDLTFDQSNKLSSSSQIKQNNVEVKQNSIVLRFRSKNKANVQQPFKIDLGDLSQ
NNKASSSLFSPRLLEDDKSSNNMTTRDPTSIIQEQSKINSLQQQDQKLACEACRKPFYFNQDFGKLWFLENCGHVMCKFC
IHRLAREDYIENNGKIMCKEIGCNAQMRQFELKEVLGIDMFDDLDKRLALKNQNIVECIKCQFQSSFDKGSSKELDESKQ
SKNISGEASINYGNNRFICEQCKTEQCRECKAVPYHIGMTCQLYKTIQHTNKCILCDFPCEGKVCNKEYCQRRIQRVCQN
TLDCGHSCNGVQGEECLCLLCSNQDPNDYCNICFTEPLKFAPCIKTECGHIFHEECILKKLDAKWNGPRISFEYCTCPSC
KKWLNVKHQKIQLKLNEAIQFKQQIQELCIERLGIEGKKQAQELRDPESSYYQKPQEFAMDKFCFYECFKCIKPYFGGIK
NSLAGAENYGRIQFNKEDLICPGCCPISFEAKCNKHGYRYVEFKCRFCCSVAVWFCLGKIHYCETCHSGRNPNMSKPCPG
PKQCPLGVDHMPTGQEHVLGCALCRTKRLDVILKQK                                            
>Ptet_A0DWH0_A0DWH0                                                             
MQQISPEEQLTDQQIINIIQLENQMAQSTANMQAFRSNQIIVLKNLRNEAVFKLIFSFIELLLLFLAFGFLPEPCVDTSL
REFFILAIIVNAMQAFQMLYLLLIIWDDLGEIDSSETENRLPYPEYSFANTKYLSDAISDYHNCYKFIKYLTILLDVVVF
LFTQVELYKNLYGACKIGDSEFDFTWGVAFTYLILRYITLGIPILIFVIYVVVLPFAYCINIQSLQKINRVGASQENLNK
LKVETVGLDKISDDNECVICLSEFIEGEEFVRLDCHPYHVYHKGCISDWLKARLECPKCRQPVKFD              



>Ptet_A0CP51_A0CP51                                                             
MIILLLIQTCYSSSLFDNSTLNNITDLFTRCKMKGENQDNLLFQCSQMNAIIPKSQLNQDSVYAYSFNTTEDVQLSNMLL
SELLIDPETLSYQIKLLVLYYSYYGNLLQMIQSLSINKYSFYNYQATAIDGTLNMIGLLMSHVNEHYITCYFIPIHPSRV
NSFPLKAHNFTCTSTCVIKGFSQYYNKQRNSLIIVIAEEDILNILEYSFLDWQLRFVSQYQIAELIQKNDLILKTQQFED
YLLVELKTCQALFHISSILYEVQLLYLFSNSPLFVDQKSNLVFQKSYHQTLVYSIDNTPNWFTLKQVNFLQIIDVPFTNS
IIVQDEKQFVFVYDNFRLLKVQLDRNENVNQQSNCPNTFTSFPHPNSQSLEYQFQFLDENWEQNKNNLEPLEELQNYTSC
IKPCDLLYFNYDIQMVPYEQQCISSELYQQFTDYCSIQNSCLKCNNQIGCNWDNDACHKETQMYQIDLSSNEQSSKWYYG
KIWKCEETQQQNTDVFCGYNQTEFSENKEFTYQGQIRKGQMCSWFYDANEFQQFNLFFKADLVNLPSFIQISICLGLSKN
EICSQINFEPWDFNQTTTYPFKGYYFRYTIIFIEDNLANNISFSFSNSAPISMGDRLKQSLLQMLTWLCCGILLFCIMGY
MAKRRLQYLVAQTIDNDLNQIAPYMQHQVPLNDDRLKTVMQNLIDQEIITKYPSDPSLLLYGEDSCAFCFDQFDVSQFVA
QLFCGHVYHYDCFEDWIRIKGMLDKCPICNQKVDHFLANKEEYAIIKSQILDRINESEKHTTHLIE              
>Ptet_A0E7H6_A0E7H6                                                             
MFILLHLFLQCLGQTQTFLNLEIGIHILQTFQRGPKPNHKIVVKLEQAIFDSTQLLICDSEITLLKENCIYDVNSYDLKR
NTQIIQLVHGFKVEKYQMQLLSMKQFNEFPQVIGTYSKSISNFSITITTLDISECASQCQNEGICKDGMCECVQGYFGAD
CSIVALDITHESRYHKNGFYYFNIKGCDQNSCSLSINFTQVGTYRQTCYAEDWYLLQQNMIEKREIKISDVQSCLSNINN
QKLSPQQFSYYIFYFETECENSQEPNIQNTKIILIIVITTVGGSISLCCCIICYYYFFRRQKEEHQILPTISLYPKTDIQ
RYLPKQLYKTLINQYPGLANTDECLICLDKIKEQDQVRLTYCTHIFHVQCLDNWLEKNRICPACRSELDEVTLIKIAKLR
KNDSLMFENKASRLYGDMGTPNLTMTPQLRSVEITHRH                                          
>Ptet_A0DKD5_A0DKD5                                                             
MSINVLLLIRIENCFAFYRFYKQKSRFEYEMTIFLATVKVVNSFQAQTPSGSIYIIICQWVFDLFLLCNALCYALSFCII
ITFVLIVIFGLIRGDFPVVNRGLSPEELLKLTRKPWVEYQVPQPEDCPICLCQLEQEEIVVQLPKCNHYFHDTCIDEWLN
AKPLCPSCRNNVRMALLND                                                             
>Ptet_A0BG06_A0BG06                                                             
MRKVILKAKIYSCILIILSGTVAVLACILAGQVNDQEVKIYGTLYAMAALITMSINIYIFYQLQTINLINAEINNFNCLS
SWKILHKSILNNSDLWFANYVLKCLIVIIFHSTMSFITRLKYRDVAFEFTQNMSISIVLFILSFILGFVVQLLFVIQLIT
MLADFKEYAKETVFTFHIKESLQEEKQYKRGITLVAIIFILGSIAYYAVKLALYIMIAKNSEEINTKVFSIIVSILSVSC
MILCSRIYKQLKIIYKQIPDPQDVIIYNINIPCFTGWFILVRSLVFCKKFRFWRNLTFILLYIQSIYGLIKFPFYQIYGV
TIDQMYSLDSYLYCDTAILVALMFWQFIEQFARVIHQVKRRYLAYQFEDHRQNIILPIAIEVQQDELGRIHHQQMIDNLV
ENATEDYGECCFCLDKISKGQRVHKLKCHSSHVFHYYCMSKWLANHNNCPLCQQTIN                       
>Ptet_A0CNR4_A0CNR4                                                             
MQNPSILNLQQVKQFQVRRPQITKGSPLLKGNQVQIAANIRNQSLLSDQPQHLKIKQQEEQELGMHNQFERRIQKQNQFD
LKQQDNIFQLKLSNEHQLNQLNMQLIKKNKILNNRLQQQYKINESFVEQINKLQETNQAYELQVHQLEEKIKKQKSKKKQ
LKEQIDQLQQELDEMQEKYQNNSNQDMNQEDDQQQQQQNHIPLTRQQLYQLMQYLYQGDQQQLEHLHEYQDQEIDPDAMT
YEQLLELEEQIGNVPKGLTKQQIKQLPKRTLNQANIPEDKCSVCLFEFKEEEKVRELPCKHIYHSSCIKNWLQNNKQCPL
CKTEIEIQINESEEQLNQQEDQDLQDEQQEEQEQQQSEIE                                        
>Ptet_A0CJL9_A0CJL9                                                             
MIQFLLLHIIAIKGQKLLKTLELYGNNEISGIIKVEKNDENLLIAFYFENVNYPIALVSREEIHDTDFNTTVKPIFIESQ
KVMFFDYESIQIHYHTHLIELNYMDNIYYYARDRFGPFKLKIEVYSKPRSTCTNNCQGFIISKTMQNSKCNQNCECETGY
FGSYCQFELLRIDQDVNYKIHLSPHKAVYLSFQFDKEAILIADDVIDPITASFGLLGYKGFEIPDQTSYTAILHSQLSLT
KLIQNFKIKFKDANTLIVGLQSQTDQTINIIMKPEQTATILSGNCMFLAFASFNIIMIILCFGVTNLCKQKEIIVKKRRR
IKVRPPKIENNPKNFSSQFFKKYFESYDYEDFVQINPSYSQTTQCVVCMDDLNLKEISITPCGHVFHHQCLMKWLMKILN
CPSCRFQIIYQQVIDGGWLGSKLSSNSLSQLQNSKSQPTIQGSSFLIENTENADIVQMMEKVDEN               
>Ptet_A0EBC1_A0EBC1                                                             
MKNTFALALLLLITFEVSCLSVSTTEEKPSFKLSFPKTTNSSTTFYMDFSNTFEYYAVELNQTSPGNAEIVFLYMESKPP
SVQDGELIYDDMDYDSYAQKKSEHFLLVSNPLEKIYFTIFTNISISYDIIVSGSHEKLCPKGCNQNGQCINGECKCNKPF
IGRDCSVLAIEIEKDKMFGIGAPEEQFYFFYEQDGSQQLRLEISTEQLDSVYVYLLVPDLIYIPTPSVYNQGANITIGQP
FSVMINQRNSRRDDDDGEDSIPDKLVLLVQGKSFEINLETISDDRSKKSRLIIIIVCSIAGSLLLCSIGFCSRRAFLKRQ
REKQTPATPNIDLEIKEKELEIPAYQEQTQKLYNDALEIISNKDLQDGQDNCGICLESLKTAKVICKIQCSHVFHGSCIE
TWLKKNSYCPFCRFDLKIKAIKENNDEELIPEL                                               
>Ptet_A0ED31_A0ED31                                                             
MISKDNYTCPICLGVFVDPCKLQCNHIFCLSCLLELVDFNFIQYKCPMCRIQIMNDKGPFKIDEEIQHIVQTCFKEEFQK
RQQEIKLNQEVNQKEMKIKINYGNEYRYFEEEKSNKHQWTLYVTLDYVSQFDQTPLNSLVLIELVDNVKFILDETFYPDV
IVVRNPPFQLTRRGWDVFSIPIEITFKPQYKLDPIKIEHHLVFQQGGIQKCQINKINAENIKNQLDAKKQNQQQKIVQTK
KIWKA                                                                           
>Ptet_A0BSA4_A0BSA4                                                             
MKKYKKQSSFQDKQQNKFCINAAALQDHLSRQLFKLPKINSKQLSLAQKLGLVPSPPKPLNQEEWAQIEEQSLKREDIQN
CVCPICLEKFRMQQHVILSCSHIYHKTCLESFERVSQTKQCPICRRQDYEKKQFMVANKQYKIQSIIKIQALFRQFRCRK
QFYERMIKMQYKPENSLLKRKLLFYKLSRISSRMSKTIQQQGNQAQQAINQLGENIQIKQEQMENNLNKIYQMKHNNEQM
AKLQPIIKVDWISIKKVALERREVDCTICLQSMVNAKVFLLSCSHMFHANCLNSFERYSMTQVNNCPICRQTYQKSHFQL
QQ                                                                              
>Ptet_A0CZE6_A0CZE6                                                             
MLENIKQLLIPQPRERYGIYPSVLKEVFSQLSRGVQIYIYFTISKLLITLIFFGEALKCELSESHSTATTLILHSIFLLY



HEFKYKMELENIEKLNLIQQVLEQQGMNLEQIPDRQSFNKLTMTVKKSIFSQCPDLNRESKFLNFLAQVIIIRFFILMLD
SPFNFNMFEFYQETCDAHLLNVIFIIVLSMFLEFIFLYCLVFVLVIALPLLCCLSIYRKGKQLYSIQRLKRYLESIPPHK
YTGLDDTWVKEDKNCCICMQEYAHNESILQLPCSGQHQFHENCVRNWFNVSECSQVYRYRIVVLFADNSQVEDYI     
>Ptet_A0DPD8_A0DPD8                                                             
MQQPINLCWCHICKKQFESSDLMKCAFCQQEFCEIIDPSNDPRGFVPYGENQSQRQSYPPQRQQQQPQTIIHITRNQIPI
RFQQRSNVFDNLLQLMFPNTQFQPGQSLEQLIDFISRNDPNRYGSPPASQSAIDSLQKINLQSECCTVCQEEYQSQQALQ
MPCQHHFHPDCLIPWLKQHNSCPVCRFELVTDDDDYNKRKNLK                                     
>Ptet_A0CYE9_A0CYE9                                                             
MFLETKACLIISVQIILKIENSTNKPSAECYLYQFFSFFTEKHYKGLLNRTYTHFHVYQYNQQKPDFNISVLFSTSTYLD
DPQQQFWFYLNVPEYVKTFNTPLTLKVQNNDTTGCQNELIMELKNITNNMNISFAEQLVMDVRVEMQCQNFHQMFLGTVK
DDTEEVESQVITYSFLNSAVCLCCMIYGLRILRALIEGLDNPEEYSMFSIGFVMVQDLYLCFLNFFQAMQSETFFQYFIT
PSFLQFLLFSIFEMRILMILWKNTVGNDQSFRNHVIKFYLILYLSMFSTMYLIYEYIVSSWLLFFLSLYIVPQITHAAQR
GQFVRFNSKLICGFLLPRLIYYAYFRLYWNNLFSLKPMPISIICILVSVAIQIGVHILQNEWGPQFFLPKICFPSKYNYY
YKIPTSFDLEEGPSSEYAHLFNEECSICMGVLHQVPTIRLTNEEERNYMIKEAIKKQKNHYMKTPCDHKFHVLCLVKWMS
IKLSCPSCRQSLSPL                                                                 
>Ptet_A0DPD3_A0DPD3                                                             
MDPKLNFQETLQCQYCKVYVNKACQQVHYANCQFNKNQHQQGITNNNDNKSFTAFNNQNQPKDIFGPFQQITFKNVPQKT
HQLNNTDIQNTQKTPPPIQFIKKPIQNIQFQDTQIKGNQQYQQSFIQLNSNTETQQQDNRFVSKKEFPFYNKEISQEPFP
LPKPFQTPSIPQQNTSSEQILLHQQQKNSNGNQPKPELGFNQFLIFQQSQVKSFGDIQNQQQNQEQSLIFKTQNINNDVN
INQQQQFPAPKKFENNQQKQFKINFSHLNPNMIQNKNLQQIQPQQNQQQQQQSIYNSQTNLSSSRFNQLQNNRQPDNHQP
TSQSQPIQGQPSIPRQFIIPQMPQNIQPPPLISSFFTRFKYSPQNNEDDDDDDDDNDEYDTYNSHDRGLPNFDINRQYTD
DEVNRMNQEQIYQYFSNLHININHGYSEDLINEKIYQNFPIRVDDNRIDICVICQESFTQETFTTDKQLPCSHLFHEICL
IGWLKRSKQCPICKTEIEL                                                             
>Ptet_A0E1F5_A0E1F5                                                             
MFNTITIGLLLLNFLKALSVDFEISISKDSLYSKKRIVNTISSNTTFIVNCYNLYAQYCSIELNQISIEAAQIALLFLKG
QAPFLDNKKDFKYDGMDYDSYVQQKSNHFILIPSSQDKVYFTVLTNIPVSFDIYLRGSQTMLCQGDCQKNGKCVNGECRC
EQGFIGRDCSQRALQLEQDKAIKINGSHDPNFYCYYEYNGTSDLRLEISTKDDENETQVYLLIPSLVYLPTTDFFNDAAI
ITKGVPYVIQIDQRKQSYFEDENSYIPDRLIILLRGGQFNISLDLISDDNKGDQMKLIIIIVCSVAGALLLCFCFFLIRR
AKLRRSMDKQSPEDYEMREKQFTYGRSLSKKEDDEFVTTNNQIQCKDLQDNCAICLDPLSNQQPIKTTPCKHIFHSKCIE
KWLQKNQFCPFCRFDLKIDNLKQQKQQHIKIPVSNQIRIVRRNN                                    
>Ptet_A0CGH3_A0CGH3                                                             
MKIEVAEEEIIQSSVQKNYTQYLQMYYEVEQGKEYNLDIYMYPENLYKINQVEKRDCPDNCSEKGLCQKLECQCFELIAG
QDMRKNISRDRCQYDIEPIFDESKYNVEMIPYQSKIIAIYLQQDDIVDDQQYYYFLKLRQIRNVKIAISPSINATIYFLF
PFEIPYKSLKNNKLVFDGIIGQEGQEIDFSDKFESYHLKSANYSFVLILQNPYSLNINFSLGYDMLDNDNQFQDFILVII
LSIVSFIILLVIIYIVKKRCENMQEKKNKGNQSLNSQKGLLHLMGIVDPAKDQECIICLDLLDQKPCRITPCKHILHEAC
LNQWLQKQQNCPICRETFLDDEGYPKYVKTRNQTTTFLNHHISQYGIQ                                
>Ptet_A0E0K8_A0E0K8                                                             
MDELIISERLVEIQEQCKKISSSLNLIQLYLNIQLIIVIIYISLPWLYEYQKASIFYLIWRLLQYSFHLFSVIKIRKTVD
IISEGSRQFIEQLNDQIDVWAAVKGNHGALSKCNEFVYIIMFGLGNVVLLQNTLLLSKWILVVQLLFGWIVLAIFAFGLL
AICFIMPFFIYRVNRQRREEERRRQEQAIRLIGTQIKYSDLNSQTFQPCYICLQPYDNDDLIVTLSCNPNHVFHSDCIRP
WAEINDTCPVCRQRLQQQ                                                              
>Ptet_A0D8L5_A0D8L5                                                             
MWFILQFLQIHIVSSLETVIQISENAKTWTDVQMSSPNNTYILNIENTVTFPYYAINVELHKQDDTFSLHYGIGKPPEFS
LNLSEITEVQGFDIYGYLENRFTHFILLSSEDFHQKQVYISTSSEWTQNYNITVTATYDKLCPNNCTNQGSCQVFNKLSM
KDGKCLCNKNYIGNDCRQPATYIEQNKEMFLNLENTVKYAYVDLEESENQTMVLIVQTNSSEGVDLYRMKTRVLYIPALE
DLNAKYYDQLVYGYEVSSMYPIEFDLKDRNDVSTQIQKRVRFIFKQKSLREQHIQISLDLINQRTQNTISTSTVIIIVAS
TAGIIMFISISFAVGRYFRNKKIKETLAALAVIRQMQQEKKYSAKSFDDEILEQLPQIQNDHIKNTDVCPICLDLYINKP
DLRSTKCRHLFHRECILSWIYINKNCPTCRSDLKIHMNHNRNQQQ                                   
>Ptet_A0CYF2_A0CYF2                                                             
MQEKKRNIIIQEICHQTYFNNNQLIIPIQEQKPMTTCIEIVQRRLIKSISRIRGASQNTIEQLKNTQQNLQYPIQPQTQI
QRKDVPNQVDQDFQAINPYAQQKEVNFKPQVNQLITQEQRKYKDDVKIYYNQLNYKQYQPLKGNIDQNQQQKQQFQKTTV
QQTQIQTEQYKAQQQQKQFTYTQVVEQNQQQLNLGDSNLKSPNKKHIKIQQHNQELHQIRIVNEERDQFLKHFMTQIKNT
LQNYGGIQIVKQSSEERKRGNKSSREAGQQTQFNRNQGQQNQPYQEVQQPKKPKIVEIQSNIQLQNSILRKDQNERLLFT
QQQQFYQQQFQQNSPQQKSKQRIQIKEVKIQEPKHNEDIQPDRKQPNAQKGYYDSKSHNHIKNTQQKVQHQQVNRRDHQY
INQTQVQIQQQNYQNDGRHRALSDLQQRRRIEYRPGMVITDDLVNQMTPEEIYEYFTQLDLENQLGLKSKIIVLENKRVQ
INTADSCAICLEDIQPQKEAVDIKLDCNHQFHYVCIKQWLQKSKFCPVCKKQVDCGTNQNIQ                  
>Ptet_A0D4U9_A0D4U9                                                             
MSEIQDEDMKLYPCSNCGDYYPYCGIENHLESCLLENIVEDCKFCGETVVKKLIEQHQQNCQAFALQEKEDDVCEFCQEK
IFKQFKQDHYSDCALKQIADTYQFYTAHECPICLIDIGPMDQKGVLECCHIFHQNCLQAWQKKSQECPVCRYN       
>Ptet_A0BVF4_A0BVF4                                                             
MKFILQCSICLQNLKNPVSLSCGHTFCQNCIQNSFETQEFCACPLCRQPALLSNNKTDELLPIVQQIYEQEGTQSLLNEF
PSLIICLCCALTPINPVVLPCQHMFCQKCIEESLKEELLCPACSDYCFNIKVNTNKKYKDLIDWYLKEFKIEEEQEMTQV



LQNDSIFGIPVFHFDQSVIIYGQTDFQFLEFRYQEMIKMVGSGSGNFVVSNDLINGDLVQIRSIKKTNKGYQVQVDGISR
IKIKQVYSYIDGVKTYYQNWNIQQLWLCDCEYVRDQIFKENCFQQYKFIVATLEKLYQNIKLEVRDVFQAFMKKITTLSN
SESSLILLASLNNNFELDYYSTDIEKRIQQIQQHFAILEQKIKGLYDKDDQIQHAKLKYDSIEIVQYPEFDVTTQYFLNL
FNVKKVLCF                                                                       
>Ptet_A0CE03_A0CE03                                                             
MIQIVQEGQGKHCDQYQINKKDKNLKLMIINLGDGNKLLINIDKRYQQKLSNYDYQLLEQQLWQTNIDKVFQKGKGVPKK
LQQKLRKMKMGKSNRQCSICCNNFSKDETIIQLPCKHIFHQSCLFSWLDHSTKCPNCRSDVLEGLKSEEK          
>Ptet_A0BU96_A0BU96                                                             
MIQILLLYSIIVRAQKLLKTLELDVNNKISGIINVEKNDENLLIVFQFDKSTHPIALVSQEEISDSDFNTTIKPIFIEST
KVVFFDYESIQTHQSIHLVEIQYVENIYYYVKDRFGPFKLKIQVYSKPHSICTNNCQGFQVNSMKQSSRCSTKCECESGY
FGSYCQFELINIEQDVNYKIHLIPHKAVYLSFQLEQEAILIADDVIDPITASFGVQGKKGFEIPDQTSYTAILHSQLSLT
KLIQNLKFQFKDAKILIIGLYCRKDQTINVVLKQEQTPSIWSGNCLFLAFASFNIIVIILCFGITNLCRHKEITVKKKRK
IKIRPPKIEDPKNFSGSFFNKYFEIYDYDDFIQINPQYNQNTQCVVCMEDLNQKEISVTPCGHIFHYQCLKKWLMRILNC
PSCRFQITYQQVIEGGWLGSKLQQNPLCQQSNCKSHSGIQRSNSLIENNENADSIQMVEKGDENCKCVNKEF        
>Ptet_A0D7X7_A0D7X7                                                             
MHFYILFIEIVFGSHLYTRSNGSVENQIFRECSYSGSNSDHYLFQCIQDYVFVPKLELAQKQVDIKWFIQQIGIYSFERN
GEIQLSNYVICQIITTEGQKTLEIRRTLYTQHSNLIKKENNLMFYDLTQIDSLCTMVSLLKRQGKQDYLIEMHPIYPGNV
NQFQNISYKFNSDDDRSIFGFSQSYNKIRNALLLIVLKQNQIQLIEYSLFDNQFREASTYPLSENKVPLNWKVWKSGYII
ITYEQFQVLYSIGETLYEIQEIYWFDQQPLQMITNFDGTDSKYILQQNMNYTKIFIIEEIQYQYQSKSVRLIQKIDFQYS
NIAFLLDETELILIYDQFETAQVHINHIIMDQFQFCQYDIEELPQMNLESIKYQQSYHTKISLYPNEVKLTENCSIPCDL
IYEPLNISLIPHKSECIFESLYNEFLNGCNKFNSCYACMQQTGCEWIDDICQTQQNYEGIDLNQVKESSKWFVNKILKCG
QEIEFNQTYYGNVSKGTVFTLFHDATTFQEFNLDFNLQVEQQSNMNFIQQSICLGNELSQLCDEILINHFNSDFRFKGYY
FRITFVILENIKVSDLSVTIKSQDSLIDSELYRIYKLIGWLCLAIILFGTIIYLANKRMNYLIQLSLQNNQHSLDTESLY
NVMEQMIKDKVIVKERFSQQILKYDEDKCPFCIEKYEIKQDIIQIFCGHTFHLDCFEDWVRINTKLVRCPICNQTIEHFL
KNQEQFKKSTNV                                                                    
>Ptet_A0DIH3_A0DIH3                                                             
MIISFYDQLQNIKFRILKEKRPSMQQNDCPICYQQINESHSVIQLPCHQEHYFHAECCRQWLGRDPRCPLCRHGLEQPKE
MVPLEFI                                                                         
>Ptet_A0EGF1_A0EGF1                                                             
MNQSQYQVAFKNYWCHLCQKESHYRLEGELINSEQFCQNCGCVLEQIVTKQYHPKQFQVYQQPVRLQRVYYHIIFYQNND
DEHQNNGATEDQIKNMKRQTHEGEQEQTCYICQDDFKNGEQIAMMNCNHGFHEDCIAKWLRMNNSCPVCRCKQN      
>Ptet_A0DSN2_A0DSN2                                                             
MNLGYLFLLVGVQCILYQFNATNQYLLVENEAEEWVQMKIQIYEHNVKQSEAIENYEKYLQLYYKLKLGSYYELEIVIIP
ETNFKIQQINQKVCPKQCSKNGNCINNSCQCYESFFGSRCQFEIESYYNIQQYNIELHQFETSYLLLQYQQSDLINDQGQ
RQTKNMILSSNHAIEIQLYLVLPYQNISTSIQNQNILYNNSLNGSTTIDFSPFYQSYSSSQVSYSFFFIFTNNYTNQERY
SMTFDLKSQEITFQDFILVTILSVVAFIILLIVIFIVRRRCQYIQISKLKYSIDHQPKMDIVGQLAIVTPAKDEECIVCL
DLLENQQCRQTSCKHIFHEQCLNEWLQKQQTCPLCRENLFEEEGAQIMKVRNLSSSSIVAGQFSIIQSERQPIQQIILSR
SMNNRLAAFQ                                                                      
>Ptet_A0CV53_A0CV53                                                             
MWFILQMLQFQIAFSLETIIEISENAKFWSDVQLSSPNNTYLLNIANTAKFPYYAINVELHKQDDTFSLHYGFGKPPDFS
LSLSEISEDKGFDIYGYLENRFTHFILLSSEDFQSRQVYISTSSEWTQNYNISVTATNTKMCPNNCNNQGSCQDGKCLCN
KYYIGNDCHQKATYILQNKEIILNLENTAKYAYVDLEESENESMSLIVQTNSSEGVYWYIMKTRVLYIPALEDLNRKYYD
LLVEGNEFTSSSPIEFELKDRNDNSTLVQKRIRFIFKQKSLVEQNIHISLDLINQNTQNTISTTTVIIIVASIAGIIMIL
SISFAIGKYFRNKKIKEAISALAMIRQMQHEQKYIAKSFDEEILQQLPLIESDQIKNTDVCPICLDLYTSKPDLRSTKCK
HLFHKECILAWIYINKNCPTCRADLKIHMNLQRNQQQQ                                          
>Ptet_A0DLJ4_A0DLJ4                                                             
MNIEQQCSYEEQRMLSQYQQCASTGRYGSIDGIKEHYILLIKAAQLKIRYFLIASSILLLLTTVTSLSCLIDPEMLGIEL
SKWFSHLLTLILYMAIYLDLKNANSEILNVPKENLKLLCITYEKSVYEFLEEFKFQEKFDLINVLMYSSFIWSFWFSQFV
FILHSNSKIFPLLMISYVLHMVLYLLAWIYSCFRQSPGNCECSILKTKVGYQYINLPILGLIDTKRNTLKMTIILLMYYK
IKLAVIASFIDSVESETTIVIYLYIIYCVAMIIKQFYHLILLRMIRKVNYRHLSCFQNAYMLYYKLFFYESCVNTTLKGM
VYLSSFACVIVCLTFNLKNYFKYIEESIFKIEIYLVNDTISFVISLVIYVYYAIKKYSNRVQLNHLESYESMFDLRFYDL
NEIVQNPYYNALSRYLQTELQQLEERNHREIIRKLQLSPDKSINLEENGDCVICRERLLLDQQLVGLPCHPTHIFHKECL
INWVLLHTTCPTCRTQIQ                                                              
>Ptet_A0BQV5_A0BQV5                                                             
MLHKVILKTKIYSCILITFSGIIAMLACVLAGQVSDYEVKIYGTLYAITAFIFMAINIYVFYRLQTINLINAEINNSNCF
SSWNVLYNSILNNSDLWFSKYVLKCLVVILFHSTLSFITRLKYHNDTFEFTQNISISIVLFIVMFILGFLLQFYLVMQLI
QMLADFKDYSKEIVFTFHIKETLQEEKQYKSGITMIAMIFMLGSIAYYAIKLALYILIAKNNEEINTKVFSIIVSILNVS
CIILCASIYLQLKSIYHQIPDIQDVTIYSYNIPCFTGWFILVRSLVFSNKFRFWRNITFILLYIQTIYGLIKFPFYKIYD
VTIEQMFSLESYLYCDTAIIVALMFWQFIEQFARVIHQVKRKYLAYQFEDQSQNNILPVSIDVQTEELGRIQNQSIIDNL
VENAQQDYGECCFCLDQISKGQRVHKLKCHATHIFHYYCMSKWLANHNNCPLCQYIIN                      
>Ptet_A0EHW6_A0EHW6                                                             
MDCPIKVSQLKSVTEQKEVFDKLFKMPTQHVQRSQYKQISKSDLINELRQENDELKNTIIELKDRIQELELQLKGKQSLQ



IEEENQEIISVEKPQQEFQEEMNEEEKSLHIALILQQQEEMEFQNRLIQMQNNVDLDEMSYEQLQELQEKMGFVSRGLME
NQISILLKQCTIRNQAVDCCTICLEESGNPVEIQLECSHVFHKECISEWLSREKHCPVCKRDIDLGKLK           
>Ptet_A0CXD9_A0CXD9                                                             
MFQVLRNVFEGRNNFDNYWCHLCKMEIIQRTYHSEEDKQEYCLLCESPLEQMAQGINDSELRSFEIYISPEAQSSRTLSD
WTQSLNEISDFLNFLSLLTENLFYQEDQQLGASETQISTLREHVADINDQQSTCYICQEDFKEEEVELEMSCSHNFHKDC
LTQWLKINNSCPVCRAKIN                                                             
>Ptet_A0D426_A0D426                                                             
MTFLMFLIKGKPDYWGQLDTNIEYQIKLDYSSKANSIIIKFYVSQSKAVCLVSQSSLGQVAFTDITDSKSESYAHDYQGY
QANSVYQLVEIDFQQLLYIRCLQSEQNNTKSSYELYIAERPFIQSCINDCNGYNYPEIQNSVCVSKQCNCLDSYYGLFCQ
FQSSKIFSNVYYKLTIESNKWIYLYYELSTTNIELQTQNEQQDVFYSLVSEQTPQKTIPNLQNSYKLLSIVNVQEQIIII
DADVIYIGIYNNQSEQIEFQFKIVTYYEDDESVFERNKIIIILTACVIATLLLFAFGISALKTRKHQQIRKQVQETIRRN
LNQQGISDQQLQSNRVFDPAIYKGFQIRFIKDHFKAHYYDKFIQIYPGLSQFEECAVCLEQMKNANHKLQKICSVTPCFH
IFHYICLQEWLLRQKNCPFCRTQYNRKKIIQEFPWIDIGNLQIKNTDSNYLSRIKNQLESVNESRIELNQNQQLEQTNQL
QEIKD                                                                           
>Ptet_A0BX94_A0BX94                                                             
MLFIIIQILLTQAQQNQTNYLYLFNQSALEIQVTLYSHINQPFILASSNKKFENIFYVEGQDKIQSLNYDHESFITNNDV
HVIFTEPAVDLYIYAGYLNQSYNQYSNFSILINNQSGECPSFCIQRGNSCNSISKQCLCKSGYFGRFCQLQRKIGVLQIQ
YDIIIKPLQWVYIGFETKQLNSNDTLKLRIRDQSSEMLMGLGMQGIENHEVPNIHYDAYIIPKKIQQQIYQLKGDLIYYQ
SMCMNCSFLNIGFYNQHSFPILFYFELFEKEQLKENDPYHLQTILQSIFLTCFIMITYLIFRKIRQKQQREQIRLVQREA
RGNRRRRRIQQQQNDEIQKGFNLDFISTYFPQFYYLDLVDKYPQLSEFVECVVCLESMAPPQQGKLTERDHIDHCSLTPC
YHLFHQHCLFKWLQTQKCCPLCRKEFIEQDIKNKPWISFNNDISLRESSRANPFVQRMKTRSENTQQSDIPLMVDTENVE
TQPNKDIVVNIVQKSARDLIIR                                                          
>Ptet_A0CKN3_A0CKN3                                                             
MQNPSILNLQQVKQFQVRRPQITKGSPLLKGNQVQIAANIRNQSLLSDQPQHLKIKQQEEQELGMHNQFERRIQKQNQFD
IKQQDNIFQLKLSNEHQLNQLNMQLIKKNKILSNRLQQQYKINESYMEQINKLQETNQAYEQQIHQLEEKIKKQKSKKKQ
LKEQIDQLQQELDEMQEKYQNNSNQDMNQEDDQQQQQQQNHIPLTRQQLYQLMQYLYQGDQQQLENFHEYQDQEIDPDAM
TYEQLLELEEQIGNVPKGLTKQQIKQLPKRTLNHDSMPEDKCSVCLFEFKEEEKVRELPCKHIYHSSCIKNWLQNNKQCP
LCKTEIEIQKNDGEEQLNQQDEPDQGDEPQVEYDQQQFEIE                                       
>Ptet_A0BTI1_A0BTI1                                                             
MHWLTILELHSIVAYFYYTKLYHSLNNIEIVLEIAESLNHAIQFEEGHFQPQPQGNQPFEFVVTSNQDPNIFMSLEETER
RQMILTEQIKSEVAQRTRTIRCVHYFNALMNQILIIWAFYIEMIKEPLDACYNNLATFQRMFLIISLYQYWEGYVLCLIL
LISLPFILLMILWNKLKQQKQNYENQQILNELITKQKAIYRNDNVQGDQECGICLQAYCRNEELLILPCNQQHHFHMHCI
KAWLILNFSCPKCRSKISEFRNA                                                         
>Ptet_A0DA24_A0DA24                                                             
MENMRHQMNEAFNINLNFGSDLFQLNLQTNGNQRQHIQIRTLGPEIQVQQFFNMPTFQFIYDDDDNSDQEYQSYPSQEQE
VQQIRQAQPMSLSEIKGIPTQKYIPNKKNKNCVICMIDFKKSNNVKILHCLHQFHAKCINQWLKQKGECPVCRHQLK   
>Ptet_A0C1C7_A0C1C7                                                             
MQQVKQFAIRRPNVVQKPKAETIPLKPVGKVLQQIPLLHSQVPENNSILFTQEEFKKLQQENEQLRHQLNNKFQDYDKKI
QIMNELVYKFEEQIKRRESDIHYYIHKIEYNIKEIKQQKEVIAKLRNKKKDYKMKFLALQQQNPQQQQDPFQSLVEMREL
LLQFRLTAQVLPLLQQQWRLRQYQNQIIDVDNMNYEELLSLGEQIGNVSNGIAREDIRRIRKQVIQASDNIQGVCPVCQC
NMEIGEKYRRLGCNHHYHAKCIKTWLLQHNNCPVCKQNVVIAI                                     
>Ptet_A0CJR7_A0CJR7                                                             
MYQFVSYLVLKSFSFYLHLMKYIDTYKHLLILIHISSFQKSPYILLEDFNYYYFPFQVQLNVAFYFYFPISISEEIIKQH
YRITQQKMQISNCIICLEKITDKYIVLQCDHSYHKECIDNWVKQKPICPMCRSSIK                        
>Ptet_A0DH07_A0DH07                                                             
MSRRSNQIQNKQSEWQNDKQRKKRLILDSPDTKETVTILPKQQIPSSKTLPKHFISGQKRKTRLQQQTQEECPICLMNLD
DVQKVCEVDKCNHQICLTCIKEWAEKYKTQCPCCRAKFKFIYPIKDGKRENNPLKLNLNLPKWNQEEDEFYESEDDYEDE
ERCQVCLGSHTPYLMLICDKCNDTFCHTFCDPAQLELTVPNSKWYCLDCRKSKNIYYKHK                    
>Ptet_A0EG28_A0EG28                                                             
MFILLHLFLECLGQTQTFFNLDTGIHILKTLQATSEPNSKIIVKFEQENFDSTQLLICDSEINLLKENCIYDINSFDLKR
NTQVIQLVSGLDLENYQEQLLSMKQFNESPQVLGTYSKQVSNFSITIRTVNIFECASQCQNDGICKNGMCDCLEGYFGAD
CSIVALDITMQSLYHRNTFYYYNIQECNQQSCSLNIKFTQVGKYRQTCYAKDWYLLQQNLIEKKEIQINDVQQCLSKINK
EKQNPQQFSYYIFYFESDCENSQQSNDQDSRIILIIVITTVGVSITFCCCIVCYYYLLRKRKEEHQVLPIMTIYPKTDIQ
RYLPKQIYKTLITLYPGLASSDECLICLDRIKESDYVRLTYCTHIFHVQCIDNWLEKNRICPACRSELDEVTLIKVAKSK
KNDSLIFENKASRLYGDMVTPNLTMTPQLRSIEMTERL                                          
>Ptet_A0CJI5_A0CJI5                                                             
MFKNEILQNNIFLIMSLQENCSICFEDFEDPVKLPCNHIFCRDCIVVALEQRQSCPICRRLCCNYINSPFLSITQPEESL
HEQEGDPCFIYRITIHHNAQAQFNFFEKRYVEMITEALKKNLTFIIDPQYNDCCMRVKLIECVPVHQHSIYVCTVQNIQR
LKIVGFSERNIKDSDSKLKYATTQSIIDNFDQETLILYQKLHTCIEEIIQILSLNENAKSQLLALAGKKEETSPEKISKH
SLEMLQTIQMCENGLLKWYYSTDINGRLGVILKHYESYLNYCQNQ                                   
>Ptet_A0CW17_A0CW17                                                             
MKGNDRPIKMNPTGKYNLDFIDWNNEWAAVYTNGYRHDGKMDCNCYTLIKNAPFRECRLRPLIDQLQLLDIQFIQSEEFE



RFEFEQEDLKNEENKLEEQFVGQIKKMKMGKSSKNCSICIKDFAKGEIIMKLPCNHIFHEDCIVPWFQKASKCPNCKFDV
KEHFKSQQQ                                                                       
>Ptet_A0BCS4_A0BCS4                                                             
MIILIFLAYIHLSVNQKIESSFLRVYGIQAFQIRNITQNGFPLKSKITITLQHLEGEKPILLMCSNKPNANISMDYESII
KQCFYDVNAYEDKNKKQVLSLQDKQFVGKFHHNYNIYEYQDAGLFIGAISKLQSSYSIQAEIQSIYTCQKECRNGASCFY
GVCECLQGSFGDDCSIQGLNILDQKTLSSSHLYYLNIKQLTKTAFLRILSNSIPIRRQCYAEKPQVNHGAQVLTNLLQLD
HDQIKNCQNITFQVQDEMKVQQIPYYLFKIMDVESVEIFDNNLQEESLSTFMLILFIGLSIFLFLMIACCCSKYFKNKVD
YQKQQLQTEAIPTYVDLYIPTYKFQEIKQSDVPYIHTDGHYCSICLERFDLYNNVKITYCKHLYHSKCLRLWIEKIKVCP
LCRAPLDEQTIISMVPPKSLTLIDQITNKSTNKFKSSQGSLNSLNNQNTNKFQHLNYQRSLAYIDQ              
>Ptet_A0DTZ7_A0DTZ7                                                             
MRLLLSLVLIELFCGNIVNTTENLSEDNEEIDIGLQTYCKKIHCNSYTTCHSCEFKNCCQFNLEKNQCFRLLKAPFNYSE
LFDRSKVEVKNLSEYPDPQMNVTFPKCNIVKEVPLYNATNYLYKNHDICGIPKYCPNQSYYVSAESRIIFQNVKSQVGQG
ELCTIYFQGRMGPEFLIQIGIGNLSQTEVKADLSICLSVGLFDDFPCIDSLQQIKLTKSLYYRIRANQFRITLQFTEDAE
IDFSQIFYQIISIQKLSQQNQQQLFQFIIILLLTILGSIVIMALIRTILIRIFGRRFVEWLDPEPIFPHRRRHFNVLSEF
ERLKSQKLIHQIKQNEMKFEQDRCAYCLESFQTGIIIEIFCGHCFHEHCIQNHMQIQKNVGRCSICLVDINKMNQTLQQQ
QLPQESLENQSQIQENQGMINDNLQ                                                       
>Ptet_A0DRC8_A0DRC8                                                             
MESIKQERNFVNEHSISKYLKCTICSAVFDEPTRLKCGHTFCKPCIVFWLKDHPNCPQCRANTKQKDFQSDRIAAGIISE
LAVYCLNRNYGCKWKGVIDNLQIHQKKCSAKSDATQLNLKMEYYQENDEDYELAQSNDPGNIGTRILAKLKDKGEVIDAL
KSSNENTKDDNLEENDPMLFLDELQKLSENIPLEEQRDKLSFNEKRETNFDDEDLPKQCRERINKQSNM           
>Ptet_A0BDG0_A0BDG0                                                             
MRIILSLLIFRCTICEVLTNNTTVSHDLQSAYQYLIENENQLILGQWKVNSKHPVYLSINFDSKNFILQVYLRQNNNQRE
PYFMRLSYLLNNSSYYFDSVQNRMTWKNVLTQITLQINRNHTPQYCKATLELEIQKPKNLQIYSDFDNACQLTEEKIYLY
ISHNSMQMLIYLALIIFIQMFQIFNSHHYFNSDPRPNQGGSITMSIILTQDIYMCIFNILLFDTIGLCFYIPCLGSQMIT
ILFDLKMKVKLAQTANYDMKEIVFFFVQFLIITFLFLQIQNSYGQILLNLILLPQILFTFFTGKRQRFNSNYIGILFPRL
LFSLYFTGYSNNILMLKYNIVIFGTIILIFLIQSLIYYFQCHYGLFILSNKKFNYLIKQTNDHSKIDCSICLVNLTSPPE
LILNSEEPVHIQTLNMATQLQLLMSTPCNHIFHPFCLIQWMQINLTCPLCKSSLPQIY                      
>Ptet_A0BFB1_A0BFB1                                                             
MTQNQLKMLLCVFQVAFVSAGLYFYIFWKKLDDKPYYEQLAFVYGLILGFTELLVAIILFILMKTHVQITSLGMIGRYIR
QNCYKEYYALIIINLAFLISFNIISIVDSESVSFNTIQSLHFIAAYYIQAVLFTIFSNDLLKRRALIPNEFMFEREGIFR
CAYEVLYYIVCLFIVLSYFLVTHFEKLPEPNQTLCQLIIFTLLYQFYSITKLGILIKIFLIITTTRLLYSAANSINQFKD
DSQKGYQITLIVITIIFLIRMVQQCLIGAIRAREEYLNQTQHQPPDILSALNLLPPRDPYIRQSAQVISEEQIEMLPVQK
FKMEFEFVCSICDMNLLKNEMVMKLNCSHIFHSECLKPWIRIKNSCPNCRQQILSQFTQQNQHDEIPQHLHQQILRIQAE
APPPINEINQQQQISEVPQRQMEIQE                                                      
>Ptet_A0CBY4_A0CBY4                                                             
MNRRRQLQLNNAYERVQEIKKKIQKSQTEQPRFPWQLMQLMCYEERFLYKIYMNLNLTQIPQAIPSYLKVVKARKPKNWF
DDIPILVGVDEIPQPEQIFIKKNRICAICLSEINDKNLIKILKCNHYFHNECIKDWLIIKAECPTCRNKIEQY       
>Ptet_A0CIY1_A0CIY1                                                             
MKFILQCSICLQNLKSPVSLSCGHTFCQTCIQNSFDTQEFCACPLCRQPALLSSNKTDELLPLVQQIYEQEGTQGLLNEF
PTLIICLCCGLTPVNPVVLSCQHMFCQKCIEENLKEELLCPACSDYSFNIKVNTNKKYKDLIDWYLKEFKIEEEQEVVNK
DVQNGNINGIPIFVYDQSVIIYGSIELQFLEFRYQEMIKMVSSGSGNFIISSDLINGDLVQIRSIKKTKKGYQVQVDGLS
RIKIKQIYGYIEGVKTSYQQWNAQQLWLAQCEYIRDQTFKENCFQQYKYIVATLQKLYQNINLEVGDIFKAFMGKITSLS
DSESSLILLTSLNNNFEQLYYETDLEKRVQQIQQHFAILEQKIKEIYAKDDQIQHAKLKQDSIEIISYPEFDVTTQYFLN
LFNIKKVLCF                                                                      
>Ptet_A0DCD0_A0DCD0                                                             
MNNLDQSIQSEFDQFKAQCQQQEMVINNPESKSFQDKSQQQQQNSSIQYQSDQQLQSYQQSVIQFQDQPQVEIFETSLNE
TEQYLNISFQDIIQLLFNNQCPQLINELKRVIQRSCIVLNVFTILNLIFLINEVVALYFSLITKDEIKELFGVYFGFNLI
SDCLMIYINCQLRYTINEAEQINNGDITHPIIEYLKYTISQNSPFSNIMGDDEQDLSAYQVASRISGSITTTKWISYLLE
SQNSQIFVLTRVCVLVKIILFAWGNITILQWGFLSWDNQMNSRDYYQSILIVLTLFSMLMGYIILILIISVLLIISAIIP
ILMWIAICQSCCWCTDLYDEYKQHRIEQQRQGFLSNLGSQKFQDLKEQDTNMHEECSICLQAYQIDDKCIKLPCNVDGGT
KKINHIFHDECIRIWIQEQGSCPICRTIFIERLQN                                             
>Ptet_A0BJT3_A0BJT3                                                             
MIRFLILIFHFQSIFTLQILEIDVRQGQTKFNLTQKRVNSTFQLKILKEESSRYLLIELFVKHRSRSSPNLVLLQSYGQA
PFYDLESPKKRILCDHYDINGQQQSKKYHYLQLNLDQNSGSESYLTILTNKTQNYQLVFTASHIMQCPNNCTQNGECING
TCRCNQGFLDEDCSQSAQQFLPFTIQNISILAQQYIYTTFNATSNYSLSLAFETEKTIKSKIKIQMLVSQRYNLPCDINN
SYNHTLLDSKRVDIRLLQEPQLESTFGQQPPQNLLIIKLQSEEEINFKLSIDFQIHYHQDAEEMATIILVVTIILILIVA
LMFIYWYCFKRKNRNSSISYSYQTPSEDDMKLIHECSICLTDFIQTQDSYLQWAKTNCQHIFHKECLSKWQEYQITCPMC
RKPLI                                                                           
>Ptet_A0BF07_A0BF07                                                             
MNFTVYYHDLKSKNLSFVFNFLLNQVEQLQIIQLTQIQVLVIIIKEQIFSNLGKQKLIPLSIYIIVFQSKIVIYLMVIII
LCQFIKGFLIIRYNQFFLKVKKLYKNLTMQKIFTLDDKIVQIPECSICLLPLNNDLCTIVDCGHVFHKGCVASLKTSGFQ
QCPVCRVQMKNVCDIFYTIKIKDVQDEPKYMAYMIQIITLKEEIEKLKQSDKDHHEKVFALQKILSRKDLKIQLLRQHNK



NQKVKYKDLNSIFISEHNQIIDLYRYFGNIMKNWHMNDHIPNLLKGQQSSNSQSSEQNQSESQDEEEQQSSDQMDQFEDQ
QNKVAYFFKQLTSLLEDKLKQKKKAEEDKIILQSKSQKKQCLKEIQSFEKTQRQHK                        
>Ptet_A0C9T4_A0C9T4                                                             
MYQILIFLVIGFSKKLVEEKFTLIDLKYEYLFQQNHGYVIQVTKLSYQVNQFEIIQFPLNKNYFPTFEIVDKNISIQTSS
YESYAQKQHIRKLWLSQREIDQNLTISIYSKMENVYKNITEADTKMSFKFDKYQIEQQKEPTCKFPAYGLNCDQSVNYID
VDLLVQINLNKQSWFFAYYQLSNLDYILKISNSNSQMGISLLSGVYEAFIQQPNFFQGYQLIDRKENVNINLKNYFSNIK
DSNEFIIYIGVFNENIEREHSLILELNQIEINEFPLWAILIICAVILSGIIVSILIYYSYKKQYKKITYVKPVLEVAHLN
KFMPAQKMLEEYLTKECSICLLQFEKKEKFRITPCNHIFHDQCLQDWTKKNSQCPICRQGLKEEEIQQFFAKIHSNNNES
QSEINKKPSVQFIPLTNSDLTYQTGNKSDNSPSNNLCMSNSGRQLSIQIMRDEILE                        
>Ptet_A0E4U9_A0E4U9                                                             
MFFVCKNIRSRKRLLQQQRLRMARYGESSGNYQQDQINIFDHLSPVSISELNNQDDCTICLQKLNDELEVRQTCCHHNFH
SLCIKEWLKNNKKECPVCRSNLVPKDGNINTIPQQ                                             
>Ptet_A0BKW8_A0BKW8                                                             
MFLCPICYQTYDNKLAFTFPSCFDTFCKNCLKSTFEGRIKEQNVTLDIFKCPGCQKMFDQSLIQEFVSEQIFKKYCELSI
EMNSIYGLEEDEILANCLNEACREKYVIWKNAEYQKCLKCKMEYCRLCFLPQHKPERTCEEQKLLFQDKVYKDLKALLKA
CRCPKCNIMVEKTAGCNFMTCKCGTFFCNLCDIQLEKADHNTHFEGNSPFNNKCKIKVNGSWVTRPAVQQVQQVQQKQVI
QPIENPINKIPCPNCNSTNPKITALQLYDRIAHCTSVKCQSRAFCIACKKMIPQQELLNHFTNTLECKFK          
>Ptet_A0DMH7_A0DMH7                                                             
MGNSSRHQNQQGNQSSLQTKQFNKQESELNKYLTQSCFTFPSSIQKIPACKAQKVNCLRCDHILFDDGLGRTNKCEECQI
LYVIKDGVVTLLNNSQDVQCCSYGFPLQQLDSVVLRVNQNCINHISYGQLMTQIILPFFEMRERIITSGACFNIDQFEFR
VVGCGSQLQGIVSAGTKIYCYESYTDRILYKLKIYTQRKNFQDELFHYFFSRPKENLLIQDSYIKINNQEYFVLQCTEQT
GRLHIYTKIECISNVPRLSQVQFIILKQPVEFSNSNRNQAIQQVLIYVVQPYFAGLTRYIEKGQILRIGDFIFEVCLVEN
CGFVIPNQTQIQIIDQVDQQINLQQFQSNQNYNIISRSIDNQQSSRQDQIESLHRLLNTFIQLNENGTIEGNLGCEDHEI
QQLPVRKINLEQVKQLDEDHMKCLICLCEYEEEDLVKTIPCLHYFHDDCIEKWLKKSRHCPICKNELEI           
>Ptet_A0BCN3_A0BCN3                                                             
MQNSITLCWCHICKKQFESQVTSDLIKCAFCQQEFCEVIDPQNDPRGFIPYGENQQQRQSQTQLIQQQQPQTIIHITRNQ
IPIRFQQRTNLFDNLLQLMFPNTQFQPGQSLEQLIDFISQNDPNRYGSPPASQIAIDSLQKINLQSECCTVCQEEYQTQE
AVQMPCQHHFHSDCLIPWLKQHNSCPVCRFELITDDDDYNKRKNLK                                  
>Ptet_A0C9J1_A0C9J1                                                             
MINYFDFSDYIRKIQEMPFVDYTSQMFHITFLSFQAGASSNNQKVLKKSFYLIDQVHSAYQFKNINLKELQQIYNDYING
KRKIDFEVPDEALQDSKNSQLYCVSSLLNKYQRSAVLSQFKQDIASKQKFQGYFDQNENTDKFINQFQQSNVQMLEKNGN
KEATDSSIQNNYQQVEIQIPQIKEIYYLAIDQSKQYKQQQYEEYRNKESQKSQIFSQINKQSQIQQSTQCSICLENVQQD
KYALTACQHIYHKQCLENLINAASEFPIKCPNLECREEILRDDLENIVSSQVMDRLEKIAFNQYLLQNPNVFQCPTENCK
GVYEIEGPIQVCMICQNLFCTRCRRLYHEGICGEESFINAVQEARYRQCSQCQRWIEKTAGCNHITCKCGFQFCYLCGTV
WVRGTDCDCRNRPQQNDINVQQIPHDLNQIQQFVNQQPQRQSNSQKVDKVLNKLGLSFVKKIFRKW              
>Ptet_A0CDV3_A0CDV3                                                             
MSIYQKIRSASNEFLRDLKLNDNQQSFIIGMICGYFLQHNSECSMTALKDQIKAVQEMITNGLVKGKYFDDLASSLISNL
EKPRNFDFQQGGNGTPILNEDYDQKQNLQFEDPNEEATMALIKKLQEEDQKFAQKKQIEVEQVDCPICFSNLMEEDVMPL
ESCVHIFHVNCLKELLLQCINEKRKQLTCPEQKCGKDIALNDISHIVGKEKKDEFLNYTLNKFVDDHAADMSWCPTPDCQ
YAFVLGDDDDNNEFKCPLCKKQYCLNCRVIFHKGQTCKEYQITNTRDQNDVKFEKFVKGHKFKMCTKCKFWVEKNQGCNH
MTCRCGYEFCYVCGGKYLQCECVEKQKQQQQEFLRQQQLRIQQQRELKKQQKKSGKGRR                     
>Ptet_A0CEZ8_A0CEZ8                                                             
MISLFSIFLQQCLAEILIQNLVNTTQGIQSTPLNNFCENLLPQNNLKISVTQQSSEMPILAICQDKLENIENFEDLLDST
NDRSNSCLLDYNAYVLKNKTQIIFLSHNQYPTLVSKYYKIFQIEGNKCNAIIYSTTDSEYILTIESFEIDECAEDCKNKG
VCVKGFCQCPIGFVGYDCSIAATNIEYNNYFYGFQVQYLDLITLQSVDYTIELNSDISYSIQCYSNSSRLFMPHQIGKTL
KIEEDQINLCKEQTLILEQFTKISYYSQFIVVTNTSDVVQYSEYNTEQPQILIVVIVLVTILSLIIIFIIVVYILKKKSS
VKQQNNVNQIQYFMPVQQFLSVTDRKSSQKDEQFCSICLELFKPDSNVRITYCEHIFHVNCLQNWMRKNKICPLCRASLD
TITIQSKRQDLKSPQKTHILQQLGQQQKNDGSLTSIDGSLTFHSPVTKQLGVAKHSKFLK                    
>Ptet_A0DVR9_A0DVR9                                                             
MNAQIDGGQQMVNNENEGNTVPKFTKLFGRAMDQFRLRVFFLFLERLYLIISMPIILVLLSLQDCGWNDLHYWVLFSSLQ
AIFSLVLYGQLFHFSNIQSIQQHLAFHYVQIVFVPLNEVTDHPIAPEVFDPTANLSTMELDKKADVMQLQIRQEIVNQSR
FCKYNNIFSNATNQAIFIWTIYYIISNPQNSGAEGNKCDRWPIIQTYIYGALLFLQYSQYYLLAALALVMLPFILVYLIV
RCFTDRRKKQQALMALSELQKNKILYKPNIIEGEQECSICMQPYQTDDEVLQMPCSPLHHFHNTCISAWLQIQSTCPNCR
SQLLADNQQPLLQQPQLQEEL                                                           
>Ptet_A0CVD1_A0CVD1                                                             
MNELTDGILISILGELLKRKDSIKIVFFIEFSQLFYAFLKLIAVISILTNTSECDLFYYFLLLLITDIMCSIVNLIALGN
LYYCDYQSIDRTLENFENQRISLQYNNDAYVDFMTLLEAISNRYQLLYNIIALSYFALSIYGIYSIINQKCHYEDGSAAT
AITFIILSLFYFLRKLFLLIRQYKKYQIYNIISVNAQQEDDCCICLQQLSQKVAQLQCKHKFHLGCIQEWFKTKSTCPIC
KREYEVIYSHN                                                                     
>Ptet_A0E852_A0E852                                                             
MNMQRKSHSPELRKELALKLLKNEKYPFVSKQSQSPEIKMTRSTVIQRRRPQDHPVNSPIIEDLLRQCKLLEELVKKSKK
IIDEKETKIQLLLQLLKQRENCCKELQMQSHKLMEERQILIEHITQLESQLNLQEEEEAYSQDGYQQHMTNLNNLRHFLY



QIRHSNEDIPVFVDVDNLTYEQLLQLEDTIGYVNRGLSKEQIKTIPKVSFDQCKTDEQLCSICQIEFESTDKCRALPCQH
LYHSKCIKLWLGKEKHCPICKQELEIKMPNQYQTEEKEMVEQ                                      
>Ptet_A0CG72_A0CG72                                                             
MKQVLEEQQRSEFEVEEVPLRIWEQVTNQIRQEIVSLQNQLWQSNIDKVFQKGNGVPKILQKKLRMMKMGKSNRQCSICC
NSFEKDETIIQLPCKHIFHKSCLFSWLDHSTKCPNCRSDVLDLLMSQER                               
>Ptet_A0CKL4_A0CKL4                                                             
MLCKLVFLSNEINLSTSKEISNYYQIYQYDESLYIGFQSTYEANIIVRIQQIISNQCILECQNETECKNQFCNCNFYQVG
QDCNLIIDDLTSQQIFQGKKIYYVDVQKGQNESQSVLLEFQNSTTFYGFCITQNFNPNLITQQNNKTLYISLDQINQCYE
QVNNFREQFNSSINYYFLIYFDTNNHTYLESAIQNTDNNQLIIILSTILSSISFCFLFCLIKSKCFKKQKEPEKENQKYE
LKHAPSLIDQFFPSQEFAALRNKCEKLVTLNQCLICLDLFYDDSRVRVTYCNHIFHTSCFDKWMNVHKSCPNCRSLFDEE
SILKYSNQKEAEIFQWSSRTEEVKTTMKPLINETQQQQPQVSQLDSQRNIQAF                           
>Ptet_A0DHX1_A0DHX1                                                             
MNRRKNEQNNNAYERILEIKKRIYKTQTQFPLSLWNPMYMYNAYLNFNFICLPPGFQQKFKLIKPKKIKNWIDDIPILVG
VDDFEQRDTCAICLLDLNEKNVIKILKCNHFFHQECIKEWLQLKAECPTCRDQMHK                        
>Ptet_A0DVX9_A0DVX9                                                             
MLFLIIFTLLINVLALVNLTIDEQFSETETALKLLQSQYQVNQTVRNAAFYFQPFQVDQDKYLTVELTFLFPYDGDVDLE
FSITKNKDDNTSSDIDIFYDLNAQYLRKQYQIIQINPFTFDKNDKFYIDVKIKETNFKDYLYLLKITKTSNKICPNYCGN
SLLGQCDTENGICSCFSEYVDLDCSKKASQLTMKEPLQNIKIQKQEYFYFQRDQLNSNITLNFGLMNSQYETSGVEIFIM
YENFELGVPCEQFSNYNFSLKNKSSHSEVIDLAPLIFDENLQRYQRLLITISAQYSALIYLQASISTSESNFDIDSSLII
VYVLVSIAIVLLLTWIIVIVIRYRRSSRVQNVGYNVSHPQNNNNRRNLSSLTANLVDHYMPKLKYFQILEFPDFQDLDIQ
ETCSVCLLEYQKQAICRFTPCHHIFHADCLEQWIMKHENCPLCRTALDYKTLKELLNQNNLTAFKQHLQKEKLKKNNIVI
QSHLFSNAQTELRMIHNQAENP                                                          
>Ptet_A0C4D0_A0C4D0                                                             
MQWLVILTLHSIVAYFYYTKLYQFLNDIGVVIEIAESLNHAIIFEEGHSLPQSQGDQLFEFVVPSNQDSYFYLSQDERER
RQIILTEQIKSEVSMRNRTIYYVRIFNALTNQILIIWAICIQAKMEPIDNCYRNLVTFQVIFLVISVYQYWELYVLCLII
LISLPFILLMLLWKKLKQQKQSYENQQILKELILNAKVIYQCENVQGDQECGICLQVYCRNEELLVLPCNQQHHFHLHCI
KAWLILNFSCPKCRSKISDYRTTQQTSIL                                                   
>Ptet_A0D557_A0D557                                                             
MNSLDQSLQSEFQEFRTQFQQSEKVINNPESLSFQYKPQGQSHHSSIQLQSAEQQSLQQFSLVHLQEQQPAEIQDTSQFE
TEQYLNISFQDIIQLIFNNQCPQLNSALKIIVFRSYILVNLFTIFNIIFILNEVIAMYFSLITKDEIKELFSVYFGFNLI
SDCLILYINCQLRYIINEAEQINQGDASSQIIEYLKYTIKRNSPFEDIVEDEEQLTQAQQVAISISEKITTIKWLSYLLE
NQNSQIFALNRVCLLTKIILFAWGNITIVQWIFINWDNNNINMNQLDSILIVLTVFSMLIGYIIIIILLSLILVICAIIP
IIIGMAIWQSCNWCTYLYTEYKLHRIAQQRQRFLNNLIPLKFQQLKEQDESIHEECSICLSTYQMDDNCVKLPCNVESGN
RKINHVFHDTCILVWIQTCGSCPICRTVFIERYEQ                                             
>Ptet_A0BHL9_A0BHL9                                                             
MHIREHRSFSLRTSSVHIRDEDPKDVVKSSICGVMMGVLFMIIFAIIGIVGIFTNIEKESEYIWMLVALSLTYILFIPYF
ILILKDLKRISAELEKHQDESIVMNPFAFASGMNTINAITSNEKYNPFRLLNIQFSIISLILSAYLINSKIVIGSLLAIV
NYIVAATILIYACRKCWLGCCNIRVVTKKPKRYIYQRYPSPREVQKTAFAFGILLLAFYVFKGILYIIFLFIQQEDYKFT
QLTSLFYSFIICTQIVYVLYLIKKINITLHSKKYFRCYMTLFQSVYLSYTTQNCVLKGLYFFSLLCTYIAFFLEKPYKTI
AKDSLFGIQQFCSYEHFIYLFTIMQLIYFFLFRSYCVNKEEEQIQIFDFNLAQPQEQRLQWVQNYQDYPLYKQKSLSNIY
QIHDLEALQEIYDNIVFQNSQLELKVKPRSGQLISLLQWIEDKKFQFQLEGKKVDEDYFNNLKQFIEQNVGQRQDNPEKQ
KLDQDRMECAICLQNLDYKENITQLECHFTHRFHTECIERWILAVHKCPLCNQPT                         
>Ptet_A0DVA9_A0DVA9                                                             
MDCPIKVSQLKSSTEQRETFDKLFKVPAQHVQRAQQKHQSKSDLINELRHENDELKNTINELKDRIQELEVQLKGKQAPQ
IEEENQETISVEKPQQEFQEEMNEEEKSLHFALMLQQQEEMEFQNRLNQMQNNVDLDEMSYEQLQELQEQMGFVSRGLVE
HQIQKLLKQCIIQNQTNDCCTICLEDSGSPVEIQLECGHVFHKECISEWLSREKHCPVCKRDIELGKLK           
>Ptet_A0D2R8_A0D2R8                                                             
MILLTILIGFGSALMIKQTHTTRGINVIEIDLNNYDEFTIGQSTLVISLTYNSIISYPILSYCSITNLNIIKSIISSISQ
VKTQIESNKYICIFDNNAILNQQSQQQIILYDYNEEQSEWIYNKFSIFGIKERKFSIYIFSSEDAEYQITIADQAPLTCF
SNCNNVGICSQSQPSFCVCNGNLFGTNCQISSLPYKANEQQIVTLESQKEVLISIPLNLNNTNSLDININANQKIDCFLA
CQFEKDYLPFHDSQFYDLNKIDNGKIPYSSEKVQECLSLFDEINQELGQQMAPLLLLLFYNKQATNVLITLSVDTKKNDH
SDDRVIYYILAGAFASLILAFVLIGCALIYKRRNNKQFEQYSSDRRNSTEKSQKEGKFHERQFSGDFIPVELYEQVIQEY
PGLNMITECQICLVEFDNQDLVKLTYCLHLFHQSCLDEWRKKLQICPVCRGDLTKQKYKERQKDQEIFQFGVIAGDDIQI
DNKKIEEIIKREQRIKQLQLAQSSSVINTLKESSPSPSSGEPLKLKFQQKQQK                           
>Ptet_A0D773_A0D773                                                             
MFLVNCLKKIITPVPNCQHYQRNCDKKAPCCGKFYPCRLCHDSDQKGSTSDRCKTEIMDRYNVTVIRCRKCLCEQPPTNK
CIQCGIKFAKYFCSICKLYDDDPNKDIYHCDQCNMCRRGVKENNFHCNTCGICLSKSIQNSHKCLNQAAENDCPICLQNL
KASTSYIMQLPNCVHFIHSKCFNQLIQSNQRNCPICSFPIFKMTLNEIEQYDKLAEDSKKLLSPQVQKQKVQIKCLDCRE
ISNDISSNYYLKCNHCGSYNTKQ                                                         
>Ptet_A0E3E8_A0E3E8                                                             
MDQPFASQINFVCFCSESVLLNQQSMTDHIRRCQVYRQSSPFFQKFEQLQVERMQRQHLFALKSEFYVFIEKVDALIKAG
EDRQASSFIQKPPQFGNGSQIQQRNNSQINQQPPFAQKQNEVDIFKSMQQLQKLEECKVCGRQVHADIITYFEHCFTPIC



RPCLMKQIEKDSKNSTAFFCPNQLCKKVMAEQELIQLLGREKHDQYATIMVERQFNIVKCSACSEQGAFEKGSHITTLKD
PVTNQQLQPKYVEHYLNNRFMCFNQKCRTEQCKECKAVPYHLGMTCEEYKIKKASKCCRYCDQLIHNVQLHMPEALQDIC
QEKECQEKAQFACNKMLACRHPCPGFKNEQICSTCLNDQCCKGDQKGDDYCNICFVEGLKNAPVIQSKCGHIFHYTCILK
RLDVKWNGPRIVFKFCLCPLCNSWLEFQPSQPQNLVNQYYLLFQDVMKKSLDRLKYENRDKDEKLNKVGEQFYGKPQEYA
MAIYCYYQCFKCKTPYFGGAKDCQRALEEGDKQYKPEELICANCCDVPVGETCQIHGKEYIEFKCKFCCQIAVWFCWGTT
HFCEDCHKRQCNGDYVSKIPKEKLPKCPGKDKCPIKMEHKPNGEEQALGCAICRNQRANQQNF                 
>Ptet_A0CI00_A0CI00                                                             
MFYLLSIILIMNLAKSQIIVDLSENEYWTTFFNTSSMITFKVTSLQKEFCYVKIELSSKDPTFQLMADYKIRPNISLISS
YKQGEKIDRISQLENRETRFLKLKGKIGTIYITTTADYKYNQFQITITGNNEVQCDNECNNNGICKSDGCHCQSSQIGND
CHQLATELQGGFQRDVDFLIDETIKFISIDLSYFIGQQLKLEFEADCDDCLTIIIYKTKALLGPEDSLNSNYTQLFYMTD
GSTIIQTQIPQTLPTSQQILYLAVSKQYSIYESPHLKVKCNYFSEPIDDSTDYSNKLLYIIIPTVMGSILCFIIVGCLLR
RKRTYISQTAQVAQDPFSNQNRNANAQDPFSQQIRMVAFHNPIQQQYPQQQFPASQFLWQKEENNNDENDKCIICLMSLN
NYNNRTIRIRCGYIQLLKLVIYSIEIASKNGVKNRYNQKRITKAIAPTVDNLWIQMKFFDASIFNNLQSFYILLLLLIPL
RIAQKLILLQLQVKMIIYLSLLSYCVSQIIEVKFNRSKWEGEFQSSPNNTYRITQSEQQEVLYTIEVRFDEMNQDFMLLA
NNLEPISNPFSPNLKDGENIDLINLYENRLERFLSISSSAGDIYITTISNIEGRTYRIIIKNNLSWQIFDKGWYFDRCQN
GCNNQGYCAYKECKCSKEYIGVDCKYFATQMQNNYIFKPNFTRGNDFALMSFPMDGFLLADKFILKFQTSDDYGYQIIVY
KTNAIINPSNKLIHNTDLCDLYEVSKNKELEFNILTIYRPQGYKLNFGIKSINTNFDSQDLEILLVDSFKLVVKNRSKDV
LLSIMIYSCVPCICISFCEFILLLMQRIQTQIQTQTQTQTQTQTQTQTQTQTQTQTQTQTQNSSINSFLPQQINSEEECS
ICLESLNSAQLKQTICNHLFHIQCINLWLQKGNHKCPLCRSKLKFKIQNITN                            
>Ptet_A0BWP3_A0BWP3                                                             
MKVNFYLLIFGYVICQVSSDNTFAYHNTEQAYQFLIENQDELILGQWTASSEHLVYLNIVFDNKNLLLQVYPRQNNDYGD
THYFRLSYSLSNSSYHFDSVKKRMTWNNTLTEVTLQSNKESNHFQCSATIQLEIQKSQNSKNLNIYSEFEEGCQMNEERL
QLLMFNNSKYSLDLQSYTALIICISLFQIINSHYYLNSDCVPNQGGSLTISIILTQDIYICIFSSLLFDTPRFYYFIPCL
LSQLITILCDLKMKAKLTQTENYSKKDILVLIIEMTSTSFLFLQIKYWYGMILLNLFLLPQIIFTFFTGNRQKFNFNYLG
TIFPRVLLSLYFTAYSNNILLFKYNLIVVGIVLLISITQFILYFCQCQYGLFILQTMKFNYFVKSTEDHSQLDCSICLDN
LKNTSESYNVTSEEPVLVQTLNMATQKQLLMNTPCNHVFHPSCLIQWMQINLTCPLCKSSLPQIC               
>Ptet_A0CC15_A0CC15                                                             
MQSYQEAPFFENNTSKKKIRYENADIYGKQQQKKYHYIVLDQENSTEFSQYLVIMTNQTTQYKLVIKNLSEMPCPNNCSN
NGICRNGVCICNPGYLDHDCSEEGLRITPFVQFQQQKNSATVKYICICFNYTLGFNMLIKFSQQWENVSDVRVQILISQK
FNLPSDYNNTYDEIINTTKIGKYKVLSNVNPLDIEQVSISNQSYSLLIKIISKNLVQCCISIDFQGLEYQEEEKMLKLLV
ILGLIGFFLLIFGIIVYYCYKPKSTKSNLEGLYQLANQEDLQKFPECPICLENFEINKLALLARLECQHIFHIQCLSMWK
THQNKKTPYSICPCCRKAIV                                                            
>Ptet_A0BHQ2_A0BHQ2                                                             
MNSEQECSYEEQRMLSQYQQHVNTNRHGSIEDLKEHYVKLIKASQLKIKYLLIASSILLLLTTITSLSCLIDPKMVGIEL
CKWFSHLLTLILYLAIYLDLKNANIEILNVPKENLKLLCLTYEKNVYEFLEEFKFQEKFDLINVLMYSSFIWSFWFSQFL
FILHTNSKIYPLLIISYILHMVLYLIACIHSCFRQSPGNCECSILKTKAGYQYINLPRFIETKKNTLKMTIILLMYYKIK
LAVIASFIDQSESETVLVIYLYIIYCGTMILKQLYHLILLKMIKKVNQRHLSCYQNAYMLYYKLFFYESCLNKTLKAIIY
LSSFACVIVCLMFNLKNYFKYIQESIYKIEVYLVNDTICFVISLLIYIYYAVKKYSNRVSLDHLESYESRFDMRFYDLND
VVPNPYYNALSRYLQMEQQQLEERNHRELIRKLQLSPERSINLEENVDCIICREKLLQDQLLVGLQCHPSHIFHKECLIK
WVLLHTTCPTCRSSIQ                                                                
>Ptet_A0DJE9_A0DJE9                                                             
MLCLFLLQLVAGLSERPQNISELSKMLYGYEYKGKWTSQKMEQQFHYLTVEQGDAYMIFLSNNTQQNSNDVIDRFEFQLL
NPKYQELKQVIGMFKLTNYSDSDISFENTSVLNYTTAYKFRRNYYSKENCEIAYTVNVEFQGDNYDKEHAKIKVHMQTHD
NSLDSHCDVDILMDLMLDTTNYLLVIIMYCAMSVMICFTQFLCVTKLCKALLENEEDPNKISLFAVGYLTIQDSYICLQN
LYEALINYQYFQYFILPAFFYFLLATTCDMKLIWIVWRSRHLEDLFDQQRMRRAITYFFAQFYFSLILYFLLMYFFFTYN
WFICLTGMCLLPQIIHNIRLGNNPRFISYFVFGILVPSMLYQLYNRGCPSNLRGLEPSLAFCMIYLSEYLLQIIILYIQY
KLGPRSFIPKCFLPKQYNYYRTLNIQEDYEECAICLTSLMDDPFDTEAPTQKLVIKQAMQTPCRHWFHPSCLRSWIDIKM
QCPTCRSELPPLLE                                                                  
>Ptet_A0BM61_A0BM61                                                             
MFDCPICLISYDNNQAFTFPSCFHTFCINCLKSTFETRIKEQNVNLDTFKCPGCEIPFDQSLIQNFISQEIFKKYCELSI
EMNQIFGLEENEIMANCLNEACREKYIIWKDAEYQKCVKCKMEYCRLCFLPYHKDTCTCEEQKLLYQDKVYKDLKVLLKA
SRCPKCRIMVEKVAGCNFMTCKCGTYFCNLCDVQLESKDHYSHFENNSPSQDKCKIKVNGQWVSRPAVEEVKKPQIKQVI
KEPENAINSIPCPNCNSTNPNITKLQLYDRVAHCCSVKCQNRAYCIYCKKMLPSQDILNHFTNTLACKFK          
>Ptet_A0CF01_A0CF01                                                             
MIFGLLLLFIQINGFSVTKQYRTQGLQYIDLDLDQFGQTSTGKTTLTIILENKIKVSYPLLAYCFNNDEQVVKSILQSIS
SIQQHIESNKKQCVFDNNALLYYQNTQQLVITNNIDDQNEWVYNQYSVYQLNHRKMRLYVYSTQETTYTLTISSSEKGEC
YNSCNNRGYCSENAVKLCQCQLGVLDSTCQMTSNIINFRSKSSFQMERQTENLIIVPLPDSSSNLIITIDSQLEIKLYYG
CSYQKQYIPFYQSNSFNQTNISNGNLMISEKDLQNCFENANKIEEALETPLQKYLIILFVNEQIMNTEIKLTLTSGDSEE
SDDTLEIVYIILCVLGSLIILILLIICMIQKQRKGKRILILQPSNEQANQLKLKKFRHSLRQDYIATEIYDQVIQEFPGL
QESSECQICLLQFKKQDLVKLTYCLHLFHQYCLDEWRKRTQTCPFCRSNLTQERYMQQIQDEQIIRLGVVVDDAIQIDPL
KLQEFQQREQRIRQLQCK                                                              
>Ptet_A0D2F1_A0D2F1                                                             



MENQVNNSLSDDEIQQNFGNIQLLNYKKISEPATLFVQGKEYFQQYHKFLTGYTLLKFVAAFVIVYQALTKQIILRLTLF
ADEQPFKDYNYLFDVAYLEIWMYLSLSHSFFGFIYYIKLLLLIDNSMQSQRAAKDLGYLIEFYIPNNFSGQQMENYIEEQ
LKTQNREILIRQGITGQQDDQRRITQIGSEIKKKLLKNNLCLNLHGKTCFIAFQLIQLWSILFYFQSQTNNDEIQTYTFI
TMYKGYIFSVIFIGVYQYLEIYITVLLVIIFLPILLIYSLCIWFNKHFNRRNQNTKIDDSLNEALFSSLDNVDDRECSIC
MTQFQDSEYIVTLPCSSTHRFHSPCIRSWLQVNNKCPLCRSEVNISSEDIL                             
>Ptet_A0D0L3_A0D0L3                                                             
MVECSICYCNYKEEECYTLPNCLHQFCKGCLSEQLKTKILSQQIELSDFKCPQCGRLFSPEIIEHFVSPELFKKYCDFAL
QYNSIMGLEDNELLTNCLNEKCTEKFVIWKDAEYVQCPSCKMKFCRKCQLEYHADKGISCEQQKELHKDQFYIDMKKNLQ
VCKCPKCNNMCEKISGCNFMYCRCKTNFCFLCDVELTEAYHFTHWQNDDPFKSPCRVWYNGTWVDPSKVPKVEPVKQEIK
VVQVIPVEEKENKIPCPCCGNKNKDVSKLVFFDKVVQCQSVKCQNQAYCISCQKQVQVNDIISHFNQQTLLCKFK     
>Ptet_A0EIT1_A0EIT1                                                             
MEGTDSYNYDEMDLDELMLPPPALIRQNAFIQEEDETPQFILTTQTDCTYKEEECPICFCPLNEENTVKLLCGHVLCQDD
LNQMMQSQHSETLKCHICRTLQIVNLSCVCVK                                                
>Ptet_A0C0B5_A0C0B5                                                             
MGQAQTQQQQDMVLGNEHVVYLQKTATTAAHRIQGNQEEVQFLVKCPKCSSCQFDDQLGRITNCFQCKLVFSVNDGQIQI
RPDSTQLEDKRTFQLIETTLHNLESVTFYVNRTKLDPALIKDNVIDFQRLINNVLLPFFSVRQRVLELGIKFSIGAFEFR
VVGGFPSRGIITKQTQIYCYGYYIQDTTRRVKILSKKPSQQLDFEIKSYFSVNPKDNQIIQDSTIRVNSQKLLILQCENA
SGKIDRNSTIESIPNVQNLRDVKLCCIKFPAYFSTFQSQKERIKEAIRKIVINPYFVGLNRYLEKGQILRIWDFEFQVQM
FEEQGLVVPNHTQIDIDLFSPIPQQRIQHNRQFDQLFPQNLVPYRRNDLQRQHAQQIEALHRLLNTFIILNENQQLLLQL
RNNRTSEDQINQLPIRQISMEFINQHQNDDNHIKCMICLEDYEENQIVRTMPCWHYFHQECIDKWLHKSTLCPICKTEVD
TDLQTEEISMQMQQ                                                                  
>Ptet_A0DM54_A0DM54                                                             
MSLKSNPYIQTLINFINQPEKIVENSERFDELITRLCQQEIDPQIEYDGSNFCCHCLEFLVENNYKNLPCGHNVHTECFK
TYLSEQPFYIESIDTYSCCKESETCSQVLITDEVSKYILGGEEFNNLRNLYTLILNRYVMDQNDNDDPFDIDELQNENGK
QAENQSLNDYDVAKQIEQQEQVEKRQNYKRATFDCAICFENYDLEQEAITLDCDHRFCRQCIKEQIYNQMDLGNFKESDL
VCPLCNHPINFYIIQNCTPDVSAKINDLRTQNLKIDSKYEKVVVCPGRGCPASYIISIYLEFPTCTNCKLQFCANGCDKA
HQGMTCEQFKQKTRAKQEKGLVNCPKCKVQIFKDGGCNHMTCRCKHEFCYVCSKPYKPKRECNCPQMTTIERFFDRVKGF
IGSK                                                                            
>Ptet_A0DQD3_A0DQD3                                                             
MFLYLFYFFVTGLGIKEIYINQDYFYQGKFYNLEDSEYSVVQEVEQGTLLFQITKPDCQKYLQIELIFTTPTDGDVNSQF
TINQNSPPSVLGNKSLNATYTDMNGDYLHKSYQNIVIPPLSYKQGDKFYITNLIREEGKTYSYKIRISQSNDVPCPNKCT
SDSLGSCQFGSCSCKLNRVDLDCSKMATPILVDNKMENVTISGTQYFYFQQKTQLETIQLDLEFKNVLFSQHSSIFVYIM
FENFVYGVATSQFNNYTYSLSQDSTTLTISDIIPVKQLNHNQDLQRFNRLLLTFVVPGTSDLNINISLPSPDAGANINQI
LIYLLVSLAAILVLTWIIITLIRCRRNNRTRIFPFPQQAPLEIQKQQINLEQFDYYMVKIPWSQLDHHPFIIEKKIDYNQ
FEGCSICLSEYGKDSVCRVTPCIHVFHADCLLEWLKNQKINPSCPMCRDEFTEQKLEEFAQQMNDYKKAQQQKKKSIVRY
QNENSLLMIQDGIQPLSQ                                                              
>Ptet_A0EEI8_A0EEI8                                                             
MKNGKLILSEVNQKIDIISRRLSDLSLWKNPQIESHINEISNKVQNILQILEYEETIEKQYLQMRQQTVSQQNKQANQTR
EFEILYSYNLEIINKGLNKNQQFSDIQEICHSEIIHQQNVKLPVKEQPKIEESNFQQNQTQNNQQLEQPHHIKEQKNDLI
EQKNSQIKISQLEKNGQISQIYQQPSHNTNSLNQSDDNNNEIMYSCISSISKIQQQQQQEQPQQQQQYQQQQQQYQQQQH
QQQQQQIQQQQDQQQQQQQQQQQQDQQQQYQYQSQQQQQQQQQYQQQQQQLQYQQQQQQQLFQQQQQQYKCQSKQQEDQQ
IQQQQQFQYQQQQQQQKQQQQQYFEDQQQQFKKQDGVNNKLKPRIFKYNVKQDLYNQMKQDMSKFKMNIVDQPSLSEDGS
ITLCPICYDSCFVESNQQDKYVISLSCSHQFHYVCLQPLLQTTFLKCPICNQINGLPKGDQPDGIMEVVTIKKKCEGYNC
NTLQIKYSFKQGQRNGRSFSGTTRFAFLPENEEGKLVLGLLRKAFDQRLVFTVGTSLTTGVENCIVWNGIHHKTNLNGGP
QNYGYPDPTYFERVLDELKQKGITQSKN                                                    
>Ptet_A0CKX3_A0CKX3                                                             
MKFILQCSICLQSLCNPMSLSCGHTFCHNCIHNTLDKQEQSVCPLCRQPVLISQNKSDELLSIVQQIYEKDGIEELLNEF
PSLIICLCCGLTPINPIVLPCQHMFCQKCIYESLQEELLCPVCSEFSFSLKVSINQKYKDLINWYLKQFQIEEVQQTEEI
MGLDNVNGLPIFNFDQTVIVHMETQFTFFELRYQEMIRRVCSGSCNFIVSGDFIYGDLVKIKNIKKINKGYQVLVEAIAR
VKIKSVYNYINGIKTSYQPQNAQSFWLCSYQHVKDQILKENSIQQYNNIVLTLDEIYRNIKSDLHSLFDSFMKKLHLVSS
ADSSLILLATLNNQTISQYYDVDVEKRIQLIQNHFCTLEQHIKGMYNQGEQKQSAKYQQQTIEIILYPEYDVATQYFLNL
FNLNKVLCF                                                                       
>Ptet_A0BFW0_A0BFW0                                                             
MRRSSRFQQQDSNQRDSEPGQRLQTQASLQQNKWNSRIRYLLYCVMLLILATLIISIIAIIKNNEQQQVVYLGILLILLL
TTLFGCMMYIKQQFSQLQTNNIRIQNEIQMNDWVYLSASYILFQFTTQSKFTLIRLTYLYCVVAIFLLTRNIQDKTYYAC
QDSKNDRPYETDHLDENQYYDDCVRDKIPAKFQGPMLYELGISCEIVFFTIIIYEGLSISQRIYLACQQCIWPSYQHDPQ
NQNIAQVTIQIIVFCFILLFNNLGKFIALLVIIILTPNASSYILISSNLFYHFFMIIFTLSLLYLFSAGNIISQIFIENS
YQNIRLLQFIDYQVLIDQILRRSNQQNKLFKLFLITSLIFTIVGISEFSNEMEKDDVIINYDIFLEYECGITQLIFLGLM
LLKYLIIPFFTDQYTSNMIQVNQEGQIQNRQNQQIDVQQQQPHQRVNVDPINNVQNNLPQLIPIQNVNKNFIFKVELKEK
SDCTICLQQLTYNSQQNPIVQLKCHVSHIFHQQCIQNWLNYTKKCPICNTEFS                           
>Ptet_A0C9C5_A0C9C5                                                             
MDVKGLQLFAINGIFYKQLSDKQKVTITLTYQEGEFPILLICDDKPQDDKINDYNSIQKENCKIDINAYDQKVEMQTLSL



TKKEKSQTFQANFNVYYMDNSNIFIGAYSEHQSTFNISSKISSLYNCAKECKNRGRCANGVCECQEGTFGDDCSVVGVNI
KDQIKLSPNTLYYQDLYSTGTSFQRTISNSIPIRQQCYVEMPFFDEGSLIITNTLEISNEKIEECKNLTQALENESQIKL
NSYIIFKIYSEFDVSIISNDGKGDGLSKIMMMIFIPVFVLIFFLLVCCGVKFYKRKLDETQVPIKVEQQNEEKNFINLYI
PTHKFEQVTELIQEEVNIKDLYCSICLDAFSSEHDVKITYCKHIYHSECLTLWIQKTKVILINIQICPLCRAPLDEKTLA
QLINQRSETMIDQILTKIQPDSKQIKIFTLNSLSSLNGPNTQQAFQNLNYQRSLVFVEQ                     
>Ptet_A0CEZ9_A0CEZ9                                                             
MDLASQDQLDPVSIYYLNITELNSFRFDFNERCGFIFQCLGKNPFYLRGELEYQSFIEISKEDSKMCVDQIHSNNEQFSL
NFQTLYVFNSNSQVGILSDQSDGSNRNTIIYIVTSIGLSFLLIIIFACFKCKKRASQVNNLFGNSSSMSQKITLIRQMNK
FMPIQTFEELIRKFPGLSDDLCCPICLENYQQDHKIRVSYCTHFFHSDCLDLWIEKNEICPTCRSSLNYETLNKLTNTDN
NDDGLYQNASSTKQISNYSSQKKIRLFGEHKSANSPAVPL                                        
>Ptet_A0BQ98_A0BQ98                                                             
MNIYTIIEILKHTEQRGVELLIDALIIGIEIGRKNLQNHQKIAQIVGSLSNLKHGIDFSFSSPFLRDEIFDRVLNKNEKL
EDILMNVQQQCQEKYQLQQQQTNNCNICSQSIENNSEKKFIAACQHQFHKQCVENVLAQGFNIRIGFKCPICGQSTFKED
IEYQLKANNNFKTSCCPTPQCKKYFSYIGQEIYRCSECEKKYCLKCQSQNHPINECKTDIKTATFEMGDNYKECPKCKLW
VKQLEDEKILYCLCKYTFCFGCGNKDGNCNCNKDYKILQSLTKGFFQMIQ                              
>Ptet_A0BDA6_A0BDA6                                                             
MICETTPNFTSLTEIYVDQNFQCICDWNAFEFTETSQKLMLIRDSEKNYNSYSTNTKFSKSVSLYVGIFSKYSDSINISI
NSKLQDDCLSLCKNNGYCIQHTCICLEGYFGYDCEYQGFDILIQDYLEKDKFYYLDVMKIGSSDFSLEFKNSGKVSHQCF
MENPYLRKAEVEESASIKISAEEIMKCQLASTSSSKAQHYIIVQQYSVGFLYIQYYQKEEVDHFKTIIITVVSTGAICLC
CFVICIFKCYRLRLEKTQQTNNANNIGNLSKNLKIFESSFDWTHLIPAVEYQSLLRKSPQIKDQIECQICLDSFKYEQFV
RVTYCMHVYHYKCFDKWMKQNLICPICRSPQDRKSIDKIQVQENLANAAQSYSQSSNRNPEGHSQYIYQPRNKRYGDFPI
LTHNRTGGSSKLIQSN                                                                
>Ptet_A0C065_A0C065                                                             
MSTNSTNHENHHQELVSDQQQDNLHQARQIQFQKALEQSLRSYVQYSQQQNQLRFVYHLIFVLAIYQMAELILCVISLGF
TQRNHPLFYISIISISINVISLIPSLYYLKLFHQNEIEYLEGLLWFQYDIEQRPDYEIKQILQKSHCFCCYLTILTIFLQ
LCLLVMIILGQQKFQSSISEQPLIIGLSFQFMTTARILVIFIGTILTIVTFISKRLYNQIYLQIANLQELEYEQFSPLNK
YEVQLVDEDSLSQLSQIQCTICLHNFEIHEEYYTLKCHSLHIFHKPCLTEWVVVNQTCPTCRSAV               
>Ptet_A0DTK4_A0DTK4                                                             
MINTFTFGLLLLYFYEVFAVQFELFISKGFLYSQKRIVNTNSSNTTFIVNCHPQYANYCTIDLNQTSQKAAEIALLFLEA
QPPYLDKDDGFIFDGMDYDSYVQKKRNHFIQIPSSYSKIYFTVLTNIPISFDIYLTGSSSMLCPNNCQENGDCLQGECKC
GKGFISRDCSMRALQLEQEKPMPVNGSHDPNFYCYYEYNGTQDLRLEITTENEAQIYLLVPNLLYLPTPNFFDNSAIITR
TTPLNITIEQRKSNSYEWGSQIPDKLIILIQGSEFIIRLNRIDDESKSEQVKSIIIVVCSVTGFLLFCFCIFIIRRARQR
KSVEKQTPDDFEIKENQFIYGRSQSKKEDDQYATIDNQLQPSNLQDNCAICLDPLCNQQPVNSTPCNSHIFHVYCIQQWL
QKNQFCPFCRFDLKINNLQQQNQQPIKVPMAIANQLRIVRRNI                                     
>Ptet_A0D9Q2_A0D9Q2                                                             
MQNLEKLLIAPKQYKFYLIIHHCLNLIHGVYYCKNYLDNLINDRLPFTLAWFRCSFLFLIFILSLGASILYVLIIPQIIT
LNQQRTRDFINSFKLLLKQKLNTYMGWIEDIVYLLYCFGLGLMIWDILTTQEEEIQDVINSIRYQVTIGIVKYLIIKFVL
EKWMQKAILQTEQNLIMKTYQLNEKSEIIQELCPICYDSFKSKEQIAQYLCPGNHKFHQECLMKWLQAPYNKRKSCPYCK
QQPLNRTKDFL                                                                     
>Ptet_A0BFU4_A0BFU4                                                             
MLNNLRDSQQNNYQSQLENSLSNQVQQAFQSTVQFRVISFLLYFLMVVIVITLLISIVVANKYRQSQQLLLVGILMIPLL
VVLFGCTLYVQLQFSDAKERLKKVPQERYLNRWMYQSSIKFFFFYTNQSQFTAIRLTYLYIVFAIFILIRNVTNLSKDEY
SEDEDYKDLDETNNDDRINYQTKPQIRGNLLLALIIFCSFLASLFFIYEALKIVLTIYLRCRNSSVLRYQYTDVNLNVLR
VIRWSKAFCGLFLVNHIGKMMILCTIFITPNSSSYVLIGSNIYYHFFMATLVNALFNEISAIQRPPQNDSSLFINHQVLI
DSKLRSMQTKKAFQILLITSFIFTIVGTCLFRIQIYTFSGILNFDIFIFYDCSITQLILLGLAILKYLVIPQFNRENVHI
VQQQQAQGIEDQQLQTIENQQIRLSTEQAQLDMILRSQNDEIYENSRNKLPFKKVKNIDCIIQNENEKSDCIICLQPMVL
SSDDPLLQLNCHNTHIFHKKCITDWLVQNKKCPLCNTQIL                                        
>Ptet_A0DNH7_A0DNH7                                                             
MQIAESLNHMIQIEEEQDQVNALSESQYVISEDLDPYLYLSPEEMDRKQKVLAAQIRCEVALKYKLLRLLGIMTFWSTQI
LVVWALRLQMLNPEDPELYHACFRHVITFQIVFLFLTMYQYLEVYMVSLLIVICLPFIIPVMLWHKFKQKKKNYDNQQSL
NELKKTCKTLYHSEKIQGDQECGICMHVYVTDEELLILPCDPKHHFHLHCIQAWLLINSTCPKCRASFLRFNQQQQQQQQ
>Ptet_A0CVI5_A0CVI5                                                             
MNNNSNIFRPPSCHKVQTPQFAKEQQQPKNAKGNNRQVFRIQTFKLSPNFKNNLSQMPSNQDTLEQRLADQTSEIKLLQN
QIAELKKQNELLEQRLRKANSTVSDYWIKVKDTQTKLQQVSNKFRSCRDKKKMYKRRIIDALNYFYGRYTDAQQQNAPFL
QLEELRQILLQLGMHESIVQEMQYLNQQAQNQQNVNIDNMTYEQILNLQERIGNQNVGLPKEVIKQIPKRAKEENDNVDE
ICTICYDQILTGNVYRQLPCNHIYHSKCIKAWLLNHKKCPVCNIEVILCSDQHDDHNHQQTQ                  
>Ptet_A0D889_A0D889                                                             
MKNQTKVKTSKNAPQIILDLIEQAKQTRLYLLKRIGPTSLKYCDEDGNKFKVELSTTMICSCNQNNQHCIHTIHALLKVF
QVDEKCPILWQQQYSQYDITNILNGQYKTKSQQTKTRQQISQNNTNSEDQQQNRQQITEDDMCPICQETLLCNEALVHCK
KQCGNNFHAKCMKVWVMQKQTAGKKINCPMCRVDWGDTALVEIRQEEKIFENLHKTHNKICSYCKITPIIGTIYTCISCP
NYHLCDKCHSKKIHQQHIFMFKHTRLEKYVFEANCSYESLMFIFPENLNAGNHETGGLMLVGTGFQKQSKCSFCHKPKQL
RLLQCGHIADEGCLNRMKEHCYLCPIDNQPQFVGLFNNLSSEEKALHLAETKKWVIQKEEEHSILNHKLPPIGKHFSARP



KQLSQKHFDNSDNKQIKTQQLKQSQPIKRQLSANRRQLDNPLFIKSVRSQMENII                         
>Ptet_A0DFD0_A0DFD0                                                             
MIINTIIFIYFVQSLANYYGTAQPDIQQIIKLNFTQKVNSLIIKFYKRENDVLCLVSQNDLGLTKLSDLDLGYNPKGPEV
YDYQSYKANSEYQLIQIAYVAMIYMKCFQLNQNQQQLISIEIYYSENQFIQGCTNDCDGYNYPEISNSICVSQQCHCLEG
TFGQYCQFQSAQISSNILTTFTLDTHKWKYFQYQFSSIDINLFSQNVEEELYYSFVLKQNPQLKIPNLKESQKLISFNNI
QQELKNQQTTVYVDVIYIGLYNNQSKSLNIQFKIITNDTEDESTFERNKIVIIVTGCVVGALLLFAFGLSALKSRQQRQF
QQQIQEAIRRNLNQVHNLDQLQAQSPERQLPQINHKGFSLRFIKDHFKGHSYEKIIKAYPGLSQFEECVVCLEQMKKAAT
KQQKICSVTPCFHIFHCMCLEEWLLRQKNCPFCRTEYNRKKIIKDYPWLEVNTLRVNNTDSTYLSRMKNNQETVNESQIE
FVKHQPEEQQQTNQMEVISEQ                                                           
>Ptet_A0BYI4_A0BYI4                                                             
MYFECPCSFRKELEQENQIIQHIDNCEQFNSDSPLCNMYKRGNVDEAPIEQLVTFLCDLKLQVERIENVLRRRGYNKKTA
SNQQELNFDHYAKYTSSSKIRSNTSGVKQNGITVKIVSHNISSEKQQGQIEQENLNQNNQLPPTPPLSPSRFEEERNQNT
FTAHQPTMLIEEQPKTNGQQQQLQKQPSDQKVACEACRKAFYFNQDFEKLWFLEHCGHVMCKLCIHRLAQEKFVENDGRI
MCKEIGCIARITYFELKQILGIDKFNELDKKLALKNQNIVECIKCQSQFSFEKGNPNEQVKDQQGKSISGDALVNYANNR
FICKQCKTEQCRQCNSVPFHIGMTCQQYKTNQQANKCILCDFPCEGKVCNQEDCQKRIQRLCQKTLDCGHECNGVKGEEC
LCLRCSKQEPDDYCNMCFTEALKSAPCIKTECGHIFHEECIMKKLDAKWNGPRIVFQYCTCPLCKKWLDVKHKEIQAKLN
VAQQLKLQIQDLCTERLDIEGLKQAKELTDPKSQYYQKPHEFAMDKFCFYECFKCKKPYFGGMKNCQAAAENNDRAQFNK
EDLICSSCCPISFEAKCNKHGVKYIEFKCRFCCSVAVWFCGGTTHYCEPCHSGRNPNMNKPCPGQEKCPLGVNHKPTGQE
NALGCALCRSQRVDDILKKN                                                            
>Ptet_A0DG04_A0DG04                                                             
MYLEKGSVPSITVYSNSKIDFFIVFAIHQKQSCYLECQQGSICIRGQCVCQRGFFGDDCSINIIQLQENDNFEKDVIYYI
NATKLEEVSLNFTEKSNFRIGCLAFNPYVYRGEFILDSFLELTQQQQMECLDETKKVNKEFSINLQPLYVFVAEQDTIYL
ESQLVESNQNTILYIVTSIGIFLLVVVMYCCFHFKKSNGRMNNLNTTQIPISKQMPSLNSIHKYIPIQIYEEVIKQFPGL
ADDQSCQICLDVYKKEDKVRITYCFHFFHAECIDIWINQNENCPTCRSSLNVETLTKYFETQLDNGNQQLNTSDKQRISE
QSHKIIRLLGYNRICGSFNIAQQVAQSSQI                                                  
>Ptet_A0DG05_A0DG05                                                             
MIFVLLLLISQTNALYSNKPYRTRGLNVIDIDLEKYSDLNQGSTTINIILDKNQFSTGSPFLAFCYTTNLQTIKSIVSSP
EAIKNQIESNKKLCIFDNNALLYQQRVQQIVLSDLVDDGNEQAYNKFSVFKLSNKQFSIYIYSSEDAQYQITIKGSQKGE
CYNQCNNNGLCMSNEVQFCRCNEGYSDSTCQLFSTVITPPKAAQFPLKQQPSQIILLFPLRTSFTQLSIEVNSTIAIMAY
IGCQFDKNFIPFYQSNSFQQIEISTGIINFKENDIQDCQDTLKQIRQNLGVEMDNYIVLLLVNNQNKDTQVELKLYVDSS
NDDDSGLEIYYILAGALGALIVALLIIICVIYFQRKARRINNGVQNSINMRSLNGIKNKSLRQDNIPVELYEQIIQEYPG
LIEISECQICLVEFQKQDLVKLTFCLHLFHSTCIDEWRRRNQTCPFCRENLTKKKALQQRVEEQIYQLGVIQDDAMQIDE
QKLAELQKREQRLKKIQCIHQSSIIKKHRLLILLMEYQ                                          
>Ptet_A0DI49_A0DI49                                                             
MQLSKQEAILKELFEDDYFTQIIQHPSVQSPYEELICAICYNLLEIPIVLPDCKHTFCRDCLDAWVGQQAMNCPYCRIDV
SHYLCIDVSNIFKANNQLKFSLIDFNTMFLIDNIEIKCPDCNWKGKTKDLKLHQQKYCNLMSCPLKCNQKFTSEELELHK
DICQNRIIKCPQYCGEEFEAHKVFSHLQNCMYTYKECNKCNCILQGVKILNHNCNIESCRNSQFGCKKQEMHQNCEFELN
YCKYCFNFLMNKDLETHICQIQSSIQDVLNSFQKQLLESLQPVKHDLQLLQNAMKKCQQESILLLDVPTDRINIVEILQL
FGPVQNLKQYLNLPNLDQKKVAVRYFHENAALCCKQYMKILGITTQSLEMGEKQVKIQPKQKIS                
>Tthe_XP_001026522                                                              
MRISQANLIIFYLCLFQFALCQQQSTKQESTQSIFPNYNYLFSQFSYYKIYQIDLQQHFYENYEYIAFQIDIISQFIPQQ
NITVCLNFEQNEEQLQNSLNMNNFYCEITDLIATKEQLTQHLLYVNAKSPAFQNSLKANLVVFNSIKGVTVNSQIYIKYN
MKVQLLNKKLCHNSCSGINGNCNRETGQCVCNKNFIGYDCHIKLQEINFTKNQDSIYLYLLQQTSQYAIVNMDYLIQNYQ
QSSFSLQLARSIEYNEINIYMTFNKLENPTIDSFQEKFLMQNKEYSIQNIEQLCQKYQSNIQQQQEHTLQDQTINNQQEM
NSNTCFFIIELKQQQYGNNMALKLSVQISKKQNNSNTQQQNFNENGMQNMSDDSNAIKLSKLIAISTSSLFLGSILLLFV
FKILKNKKEVSQQLLTTNLEETKNEQLCNSVVIKNILHQQTQLIQKKNKQIQKQKLLIQNLMPITKYQSQNKQTSDSSII
ILQEQNQEQEIKQKIQEQEQKENFKQFSCIIQIDDLENNNSQKQNKTSISESICCAMCLTELVNDDQIIKTICDHSFHAQ
CFQEWINKNDECPLCRESFEIFNLLDYMTERKFLTLKKRCDKYYCVLERNQILEKLKTQFDLILSLPDEQFLDIFKYFQV
EQQENKQQIEQQETIEQFNGVEKIGQQKQNFQLVIRQNGDSSNQMGNSCVSTCRLSQRCSIFSNQNLVQSKRNSFSSQNE
QQEQQQNKQSSSNSIDTPYAQQNSQKLLLNSKQQKYFQKNAPKILQVENQIEKLFQLKTHRKVNNLIDAQETYRIPSDCL
TQQTQMNQILLSSTNNSTNSKNQNEAKKKINANKLKNQILKQQSFNVNHQQAKSNRMSLKQPITLTEEAKGTQYSQ    
>Tthe_XP_001026521                                                              
MSISAKTKNAFCICWLLIITQTYSQQQNSTNTSNQTQKYQVFGSNYLYQVNQNLSAQTFQLSLSNSYFSQRYIVIDIIIL
SKQDSQFQFISCLNYNQDPLQQDSFVNQGQYNCSFTDQVAQQQNLAQQLLIIDTSDPSYQQNNTIYLTVLYQSTNSIQKA
SLIPLPQPINYDVYVYYYSKVPCHSSCNGLNGYCNDQTGVCSCNQFYTGADCGLYLNPLNIQNDKDSTYITIQPRSQYTF
SINMTNIIQKAQGQNIQFSLKKIYGASNLNIYMLFNQNQQPSPDQYQMYYSMANSYMNISNVDSLCSQFQNSTNSLSNNS
QQPQSNQCFIVFNMQQLSNSKLSIIVNFGINILANTTTNSATSNSTQNNINNNTNLRDPKSITGNNSGSNSTYSTSLTTD
VQSKYQAYEITIYVLVGLAFIFVAFLLLFTVCRRCQKMLESRYLSQQQEQIRNDQENQQQQANNPDLLINLQLRLKIQQK
KKLILSKKRALQNYLMPSIPFQSQTRTQLDQSVLAESALDKVSQEETQKQKRKNQKDNLQLQDLETNLNKSVQLNTSLNS
SKQCCSICLIEFVPQEKVQKTICSHTFHIECIQDWIQKNDNCPLCRQSFDILDMIDYLAKEKLAQAENKDQQLAIIQNKN
KIEDILLTQKEQIIQFTDDDFLTIFKFFKIDKELIIQKQPKQQNAQPVANTQSDKITKDEKAFKLEESNALLNQNYDQVT
CLSPTYLSTLSSPVSKFQSVYVQQQLIQSPTAELPQHSQNPSIFTLQKFSQNQQELNAQNNQKNTHKSIDNIPEEVSYPI



QNQNYFSSKSQVFTKKTLNLKNKNSITHNHLKMQDENQNQYQNFANNEEQKDEQNQEYSENQNNFSSFQNQTGNQKIFTS
QKS                                                                             
>Tthe_XP_001026520                                                              
MQKYELFFTLIGKYVIAQEQQNNQTQPTDYKVLNLYEINQIQQANNTQSMILNLKKNKQDLANNNFLVIDIDLTFTQIPQ
STFIACLNFNYDVLQDINFQNAGAYSCQYMDANATQQQISQHLIVINASDINLVNNNKAYLTIFYLEHPNDFLSESKQLK
SQINYVLVTYYSSWYPCHNNCNNYNGVCNQKTGQCQCQPLYFNIDCSFQADSLNLNQNYDSVDITIYQQKTSYFFINLTQ
VMLNNNQSHLTLQFRQMNQEAMIGILINVNELNLPTDNQNNQRFVMSNQIMQIQNVDLLCSNYYLQNVNDTDIVNIGGLQ
IQNQCFLVLAMKQAMSQSQFSLIGVQLELQTSSTTYDVGNNNNQANNQNNKSQSSQLNQVQITIILVCSLSGMCVLIIIL
KVLKKKLKSTIQNRNLNINNLQNDVLAQDFFNFVNQHTQKDKIKQLISQKKRILQEYLMPIIKFQSSIQQSVNKIEAQQS
KILVDQGKIKNEQNSDLEFKIKCNNILPSLQVQVMSPVQAGLLGHKAIQIISNCQSGSKYLDEENKDSLSQQQNQEKKVP
SLSESQINGKQTCSICLIEFNSDEQIRQTICNHTFHSQCLNDWLQKNDNCPICRQEFGINQMIEYIVSKKLELIQDQTQK
DRINSNKEQLLSKFQKVEIFELEGQQFLNMIKKYLIEQLSLDQFQFEYEDQKEQQNVQKDKNKIDFQKIIDQTSFLSKNQ
SSQYSPQKFQATLYTESSPENNKDFSQFNLMMSLNQDYSNKHLNKSPKTPKYYKDLEQKQKANSKHKRNAYQQQSKFKTS
QKKSKNVIEDNIIEEQDGNNNNQEIKLNFNLFKSNSENLLESNFEQAQQENILINKNTQKLAKLNQSLNS          
>Tthe_XP_001026518                                                              
MQQDSNNNQIQQIQNQAVLNRQFQQDQIQANKLTLYQYFMPLIQFENNNQLPRKQDIVQMNKQQSQEQQEMLQIQNIEFN
VASPKGNIEKIELDQQKNENINNQGDTTLSETHTCSICLIELQKQHDLRLTICKHAFHSECLMAWIRKNENCPLCRQSFK
IADIIDYIVVQKLNQNLKDQDQNEILKQKQKIQDIISDKKNDLNSFSQQDFINVFYFFLPLQSLKQNQFSLLKDEKNINK
MTQILKLDSQQDIFYDATKITSESQSPVSLLTNQFNNKSFLQKYDKILKDEKSNQDDIKINKQNQSQNQQIQIK      
>Tthe_XP_001007660                                                              
MDTLDNHNNNQLQQNIDNQIARKMWCHTCKFEFQTANSTSFECVKCKNDFCEEIEPQIEQIDDPRQFVPFGEEQNQTNNQ
QQFQRNVQNSQQNNLQNVQYPQQNNRMGSASTIRTNINRQGQGQGQPTLSYSISIQSTQLENPFFGINNLISNLFPVTSQ
RTGLFGMNDNNFDNIIDFLMRNDPNVYGTPPASENSISNLPTVTFSTEQVKEETLCECSVCKEEFTEGEQLVKMPCNHMY
HSSCLVTWLKMHNSCPTCRYELPTDNQDYERRKQQRNNQNQNRRN                                   
>Tthe_XP_001010561                                                              
MKKVQLLIYSNINYHLLIIQEIEDKNYLIESLQAANNDLASEKEIYLIQLRELENNRNLCVNNDNFSFIRDSQQEKKQIE
EMKKFEKKKSQKQNQVSSQQSQNQYQGNNQNRHINNYQQRNYNLRQRQQNNNNSRQNNNNFGNLNLDVENMSYEQLLELE
NQMGKVHTGFTRQQIEALNIIEFDGSKMQNVDKSCSICQNDYEDKDKLRLLNPCLHLMHQQCVDQWLLQNKKCPICQTEV
QID                                                                             
>Tthe_XP_001031046                                                              
MEDNIKSQIRAPLLDVEADTSQQRGRRAYTSIDLPQQQNIQQGIKNPNQILELNSNANNQAQVNFRHSVGVVNHGEASSD
DKTDIQAQQNNFLMGISNQNQNNSLNMGNENFNENEDEMEEENIDEEEIYDDSNYEMSKLFLSIFNDNRIFLIAVILCDA
GMGGLSQLVYSKRCEEMSDLQYWNFQWGFYFFAKAVYHLFVFTQFFSSAYKLDICQKLGEFRSPEENELRQIEYEQHYTD
RQRSQIRRSLEKQFLDYYYKRTSLLKWAYYIKSLVTLAYVIYGMVVFFSGNYFQIWISNNYNQPQSQQCDYALTWWVYLS
IIFVIACNRQIFDLILIIAIALFIYFPYMVYKNCKKKRKRKQIFKNFKNLKFQVGKVQGDTECTICRMDYVIDEEITILP
CNELHHFHKDCIMSWLNVNMTCPLCRHNFAEESSEEEQNEQQIVPAQQGQYVPPLQNQQQGQIIFQNQYQQQGVQNQYNP
QQGAQQPYYQNNVQQNNMQYNNQQYQDQMILNQLIEMVDLFNDVADLQRFLQQNNYPPELQQVIIQLWHQRQAGMI    
>Tthe_XP_001015006                                                              
MFTKNQETVLQCFGMQLFFFFQMFILGYWESRGIAQAIRLLLEYLEVEYTEKQYYETEQWFEKDKKELNTNFPNLPYLID
GEVVVTESIVIPIYLIKKLKRYELLGQNSDGSFNQNEIIFLQLLTIMKDLRYDIYISTKVPSFREEKHKLYNEKYFVTLQ
KLIRQLDKKQYLLNNFTYADIMFYDLLRYIEFIYPEKSILPEYKERIENIPQIKKYLDTKENKIFILERMKDLFXXTSEN
QFQNTYIFELTLMIYMGDPLSSNQKIRISLICLDSCVLRYMIKAFTNTSVDSYLILFFLEYLLISLNIIFPAIKYFTIAF
EMFTYSHFQNKNNFFMVLEFVLTVCKLCIQLYMRIKYMLLFPFIVDLIENLIQLYNTIVKFFSSVKLLRLLNKLPDVNLE
EIEEIDNTCLICLSEIKHGKKIGCGHFFHKNCLKELIQGKSNQLCPKCRSPINIEQAIKDHQNESKNQKKKNSEAIFKIN
FIKSQKDSGEQKDSKNQEQQTESKRFKFIENATIQEKIIFTLDDLINNIGNMIKSQINEPKIIQRVKGLIQDILKLEELI
QTNEQKKLKVELNLENIFDFSQLLASTNTSLKKCGAISYGLPKIASYNRTFADECLRKKIELMNLLLLNCQRDMLLQTMF
FGITKNLTNLKQDESENYQQEQKGSHQTNDGLFKTQSLNNNNNSSLAGETKKITKDISQLSKNTSVIVDETSIFQKNNSK
IDPQEEERERRLAWIEKLQSQVSQSNEQQQNQQQEQQQQQNQNENQQDALASN                           
>Tthe_XP_001021139                                                              
MKYKQNTKTLSLLTFILIQIIKLADAQTKGFMNQPGVMQFGYNQLAYVQVDQVQNESFLEFIINISSNVPNQQFKDYCFL
LLMSPKLIQQQDFITDVIYSQNKFSPFMRFVQNYQVLNVDFEGLASGSKVLFLDYPQDQYNIQQTLYYYILGPYKFATSA
PISSPLGSNNLIKSFNGSFTIKNQMSCLNNCSSNIGQGQCNNSDPFNTFCVCQAGFIARDCSVAAQQINIGDSSSMIVVP
SETKVYLYFDIDQTNYSVGQILIVEASFTNDTEGYMISIQQDIENQNYLPDYFLWLAARLNTQVGKVITNKSQQFNLVVT
PQTQGARIIVLFVSNDNTQLKFQVYPFSGGSGGSSLIILYIILGALGFIVLVYIIYIARRSKMIRRSNQQMAQNLANQAN
LQAQQQGRGRQNQQLQKLTIEQLNEFMPTQSFDKTMMKAPSSELCAVCLEEFVINKDQVRVTICQHIFHHECLEEWLKKQ
QNCPSCRQELTLQRLKEFKQNPIMYQNFQNIAVKSGAIHPINDVQLPAAQIRNDDQIQQNQILIQQQQQDREVHEAPPRL
QQNQQIIQGDNLIDRVLQNNKMMKGKNHDRVQANLVQEEEENQNMNVNNYNILNQQQLQNMFNPLEDCTNVNNSLAVHKA
AQNIEQDRQENQNNNEKDKERNIHL                                                       
>Tthe_XP_001021098                                                              
MNNSQQDQGNFCSFCQKRVSNYELHVIQCQKQNRQAQQNLQNNMSSNSNKPQQSQDAFMKQSPSKNRDTQYSYQANEVIS
DNLRDVNNRNMFGQQNVQQQSNQSQRQGNSGQFNNEYDPQNLNYQRNNGNMSYYHPLEQSQDETVKCPNCDTILTIEMVS
IHVETCPNKEIQCQFCRQLFPQCIMNDHLDVCDQALNQQQQQSQLRRNGNFSSNNNRNQNRQPIFQQQHSRNDNNNQRQQ



QRQNSYQNQEEQEMSFQRQGSSNPLQAERVHPLELLFLGLRGNRSNRRQGIGSDLFQILIPLMQQSQNRQFQYFLSHGNM
EGFDYSNDGGLNENQLKDFPVHKFQKKPGMSQDLLNCPVCLCEFEEGEEVKILDCCHSYHSNCIDEWLKKNTHCPVCKQD
MKQFV                                                                           
>Tthe_XP_001030316                                                              
MYYEMQNIEIERPSLDSQDYDSKISLRETTCQICLEEIQKNDKVIKLKCTHSFHSACIRDWIKIRVTCPSCRRSIQSNKL
IIQDSDQQEQLQQQAQQQIQRNGEQNLLQQQQIQQNVNQNLQISQNQMIAPQMVYQAVHNQSQSNNYNQINGQMGQQNLI
NQNNQQQRQINIQHNDNSSLINQQNNNTEQILNHLNLEQPLL                                      
>Tthe_XP_001032577                                                              
MGQGKSKFNNSPLYNPAEYTESNGFNDERYGTMKLWINNATQQKYAEISKTLNDESVLEKRVEELNFRKELDHPSIVKLV
SFNSQKKDEFCSSFYKLGLFYEYFSNNLRTEISERQKVRAAYKEGELWYLLDTLLNVVYYLKSKNVNHGDIRPYNVIITP
EGQVKLGEIFIHVQPLSSYSQLLNNSLEEYYISPQLFRCLKEFNASPVFDANKSDIYSIGMTVLEAATLENVSRVCYDQQ
NYVVKTDEVNKLLNQVRAQYSLSLYSFLQKLLTEDEVLRPSVEGLFDELNQQYVQSINTHGLTTIEIISNQVSQIQGGFI
QETYEEKEVVQRSANPARQSYTQEKTYEAPINYTTTTYTTQTPVIETTNYNNDDLNARIQAVLAMSRETIAKYGSSNLSY
TSAPVNYTTTTYTTSAVPNTTYTATYTAPIDAKASQIETRTFLNENTNNIETKSYQQQEPYPTSLPNQCFVIQAKPNKSL
RDINKTKQIVASLKVCKLINCSNKRYVSNISFLFFIHLRKNNKEEFQITIIEEVIKRSKKETAEVPAAQTTYTTTYNLPS
TTVEPIKSSQYQTTTYTTNTPVQYNFTSNNVQLPQQTEVNYSTSYVPYQRVEQTSYTTTLPASSVPAQQVTEYQTSSNIS
FMSPEERDAYIAKILNESKNYAASNTNTTITYTNYVDGKPNVQVLSCIYKYLYNQMLNQNINLAQSISKEQISSNSSNNS
TPVKLGSFQDLSNNEVINLCEQENIKQEINDFKPKKQIDCIVLQNELNYFEDEKEEFKNDKKLPQKPQRTSYISQQHKTI
AQEQYYNPIILADNTKHRERQIQNQRNQQRNNSLENKFIEKSNNQLISNRNHIRQQNCNNASFNLIKIDSSQQLDIENIQ
NSSSDSCPEVYQKNKLTNINQQLDFKQKKDLLQISNLNTIQKEQSIVQSQNLNRNIKIKNQTPLLPPIHPQKLKQAHQQT
NHDLNKNEIKTDFIRKSRSNSFTEEKNIFKMNLDKSQRVSSSEFKNLLNNVNFQQIQKNLSRNQKSKTQTSEQNYNVIDD
NSTNGVIKKYHQKHQNDINQCAFDRAQYNQNIRQEQQNSLFIQRYQIPLIISQPELEFIQERSNNIKNYPNQVRQQVNSQ
EQPINNGNMQQNLENIREINERQKSKDVIRLQNQNVRTQQQQQQRNNNNNEQTYNDIIQRRNQINAQQENLNDQFQSRQN
TINQNPPPRFMIDNMYNQFIEFQNQLRQHQGIKSDKYVSTTVYKSSQSQNLSQDAKQCSICLCEFEDEEKISFLACFHRF
HNECIHKWFETKSTCPLCKKDQKTLIKDVNKLLDEF                                            
>Tthe_XP_001027693                                                              
METLIESFNQNQYSSSEIFFHHNYTQVNQQNIINTNTTATSQNVEQNLKPDNERENKKQEYEILLQQRQEEMVRQYLEEI
RVLERQLWDMQNRQIFKQKNGVSENIFDKITTMRIGNTSQTCSICYNGFEKNEIIKKLPCKHIFHLSCIKPWLKKQKTCP
NCRDDICESLKQQQEKKKQKQQNKSKIDNDEGEKLQKKETDSQRVQKSYDTPINSSTEKESEKKGNKLSNFTITTCQLAD
QTN                                                                             
>Tthe_XP_001023544                                                              
MQKSKSQNIKNILQNLSSIRGESLYQSFLLGTAFVRYNLSEQALQELTQGFEQFVQLTKQMQRTDLIEELYSHILEGKQP
QPIKTIELLTEKIFQQDSQIQMKQDFNKNEEELFQSMMQEEQRQELERQKQDELLARLAAQEMEEEERKVLDSYKKIQNE
DEQSWKCEICLELMTDSQFWPLQCRHQFHRDCLQQYFNVKIKDRSFPLKCPNDNCKQDVDYSDIKEILTKQEFQKYEEFS
LNNYIDSNLEEISWCPSAGCKYAFVLEENQTLLICPLCRKKFCLTCKCEFHKNQTCKEYQISNTYNEQDKRFEQFVRGQK
FKQCINCKMWVEKNQGCDHMTCRCGCQFCYKCGGPYQKCACYGYNN                                  
>Tthe_XP_001025113                                                              
MEGYFKKNQTSFPVQSDDQRNNYILSSQQLNNKQQPQSFLASGISSKPVNPQNITSEVISKNNHFQFNNIPQTQMPNNPT
NINQKFTNYNHFSEKQFTPLSTTNNNNPISNSNNNNNFLIQKNELLTKTFLNKPTEGQLPLNLNQQQLINKQTSAQNIQN
MFQFETQNQNNYSPKRQQQLINDLQQENFNLKRELQKYREKDVNLYQENIKLQEKVKDLEQKLQDYENKDQQRKLQEQQK
QQRRQRQREEMEIQRQYAYMLALEQIEQENNNQNQAPNVDNMTYEDQIGYVSRGMKPEDINKIKEIRYDKLRMKDQSALC
SICQCDFENNEKVKELNPCKHFYHPDCINQWLKNEKNCPVCKQFIQV                                 
>Tthe_XP_001032749                                                              
MIICKWQYQIKQTNKSYQKSKQSYQIFINPSQILSQMSNPKQVITIKRGSTPSSNQKPSPQINMSRKIVDANPSSQIKKI
TTNTRTNTIDEQFKQIAKQGNPHTEKPFIQQVPTSNGAIFENQINKMPIMNQINTQHTQNSPLFLTKQQSNSANYQPFGV
SEYDKMMGNYGFPQAQYTKKQELRKEDIVSTDVYKELLSKYESIADKYQELKNTYQELQESHSEQIKKLRLDNHKFLQEN
ILLKRKNQELVKQNKQLKEQIVVAQNEERKDNHEQLLEMMYAIRLHQQEEQMLQMAIQQSAEEFQNDPNFVNVDNMTYEE
MLELEEKNGKVSRGLPQEIIQQIPSVNFNSRLKIISEKCTICISEFEYGEKLKQLPCKHIYHPECVDNWLKQEKKCPVCK
GEINYN                                                                          
>Tthe_XP_001030863                                                              
MNKLILFGFSIFYLLHNKIIQAEEINYENNFKFTKLQAIQSEIMIQLSQKKTQDIQIFLFDNNAPNELTIQLFNSNLKQL
NRQKMYEFQMQIYEYPLKQDCEKAFLEQKFNPENLIASLSFTHIFDHITFINSYYYLMFSRVNYYRQPGSVDVSADQEAL
DTNLMLKFTDKPNCKQNGYYNSDQNKCICQKNRQGPFCEYDVLLVTNYYPFEIVIKPFEDIHMYRSDNPNEFPTQYKYFE
NLVFNSKNNTNIISANPHEGQILLFIRNPSNSQLYATLNIRNVTLIDETNLILFILLSLFITLAISFFCIFCFNKISKKK
KADKHVELQETNEGQNKENQQNGQNGATPQTNRNLIDEIKTQRENQIKSEMEQITQGNKYEQFQLETSFKEQICAICLDD
FEYDDLVRKTKCNHMFHEKCLYKWLFKYISCPMCNQDLT                                         
>Tthe_XP_001026999                                                              
MNQTNKQKGIRLFEIVKIYIAMDLGQRIIDWKYYQKQKTIISKIEFEIISRNQASNTTEYSQRNMQKKNEDFHDDFTQID
EDENESSKNVFSNMKKLGNSQYFSNPSRLQKQKIPDFEPRSNDLNAIVSNQSLNSQAYKSIGSIQYPNSQSTTNEYDKKI
SFQQPSYRNGSQPQIYQQLGGMQNQNQSLNLIEMGSDSKHQAYHHIKNSNHIHIKGYEEENINDNDYSSSEFDVSENEAV
GPSYNINQSILNQYKNTFFNQKIKEFNERKARCHTLLPKQAQKYFRDQKTTKSYIEHTPKNINDGSIQVQSIKASNSVKR
LQDSSFDDLQKQNFSVKGVRNKSAFQQRTNSDENLNQNNYEYNNNQILIKQGVSNDIKIQQQQQLQNQIAQVLPQSVLDA



NKFNLSFSSQQNNLLQQKKQNIQSQDNVKDTSSKINGNGSKFQQHNIPNTQTKISPNELSKILQNNSNQQPNQKQVNSSS
IQTTSASQFSITQANQAQKSSNSSNRPTSFSYGINKQIKEESIQKQVIKSQQVQAKLEEQSKNIEEKKAAFQEQLQKKFN
NAQAQNNNENKNLQKNNFQETNNIQNQTYLNNKQNQLTQNQNNKQIVSNQQIQSQNQFVGNDTNSKFSSIISPNIKQEQF
QDIDTLNVNQIQYNVPNNLANSISDLGLDAQSRSSISQKYGLEKQSSFKMQQLQNNFSNQQYLQANDAYQRKSKKSLQND
HDLLAFPENETFVGTINTIDVKVDTQTVKTAQVVDKKEQNRLIDSEIYDSLVRAIFQSNIQLVETIVKRIINEERYHLIN
KVDEKGNTPLLLAVKLSYSNPNYYSIIKILLKHDADPRIRDRQDWSCFEEVVSQKDHQLASLLFENLINFKKKALLQQKR
EIDNLLLSDVPDFYMEMKWEFESNIIPFVSKLAPSDTFKIWKYGRSVRCDSTFAGFQKYRSKRRAQSLLFNCLNLNQKQV
NIQTDFDFLTIVQKEEKTFHFPLQEVDLEEKKKIVQDLLNSTDSIQGNLKIEKTTINQSKSFFGSKQSHKIQGYTCDKYD
LQLRYRYMIFKKTRIPFLKNYEKYISSNCDLSPTKSVVSPNEASYLSDRRNESMYNQQQLSYQVSMKDIKINGMDNGNPF
EVKITETNKNEIKKQTLGLYVSEDFPIKFKVFMPLLQFLSNGNQLLMNLYEVFKDQQVNDVLIKKGFPVKVQIPLSYSIY
ANITFSAFKPLSCYENENVTQLFNIPKCVSNHDYSETTQASFQQLSLAALLKNQAEIKQETNRIDYKIELEQSINNDQSN
NSPSKNGNYIQVEISFQNNLESIYTRLLEQDDIYFCVSDILGSQCVNSENLDIYQQNFRSNLLFIQKNLPADISHQYVTV
IISDQLMQNEKNKLIYQIRWQSWEQKPSDQQLRCPFDCSQRGQCINGICNCSQDYVGRACEFNLRQVNVKQKPWIAQMES
GIQWISVDPQDDIILLDFKQGLLQVIAFTDFTSFSISSQYLLSEPQKIILDKKYIMKFDLDGEQSSNSNNFLSGSNSTLT
QKPLLLCFYSYRQGTNFQLTFDQEKIKDILNSYDKELVQNDPETQILNMLTNFLIFLVILSSILVFFFIYRYTVEKKKLS
ILMLYKSKKFSELDPSLQLEDSCRICLEKYQGDTQVRFHYQCKKVFHKTCFDIWAMTGNNYKCPQCRMDYEPILLQALQK
NQSVAELVNLNNREQPNEGAESITNRTQISLNIPFVNQSIDQIDNQVLEDHTNQYQAPDQLNVDEQATNPDNRRVESQYQ
EITQNQKDEQIKQQFNEAKDEDEDEVDEQSSYDDNEEGKDQDESDQDNKKEQKQTKGQREHSLLNDKTNGFNDDQVEQNN
NQQTNQNYKSKKQKQRQQSQDSQEEDQVDTLEEKHDQINDKLNKSNEQTQNKESNTKVIGKKRLKKKYFKITN       
>Tthe_XP_001471056                                                              
MANVICEFCNRQFPRYIINDHTIDCLRKEEFKLLDLYQRAFAEDGLQVNRTHQIFFGSRDYMRKQFNQQTFEQQKEIEKL
IVQNQRKIKKSYQNKVSRSEYYADVKYVKDPQSSQAEDCCICFVTFVEKETLGMLPCAHKFHTSCIDSWIKVKKLCPLCK
RSF                                                                             
>Tthe_XP_001024980                                                              
MRYYLITPIIMSMGFFILLNSIDKKNDSQNERQMEKQQQLQQNSELEESYSKNRMLDNINQPNTYKDVFQGDWNNLINFT
GEQFDYFGDDHGIILLGMSYQSSINEYDEVDFLLLDPQYDDEKKVYIQITDINKCLISQTSWSCPNQPMSVKTYYKNIKK
SSSTLYVDFTMSIIALNATEPLSQSNSQFNIQMINTQQSSAQVGLYATLKVQDGDYTIQFLLYNLFISAFGLQQLYSVMA
LTNYIQLTNEIISTKLSMLTLGFITIYDSYVSLAHLYMALQYTSYFYYFILPTLIYFVMTTIVDMKLLILVWKNRCYVNF
TTPSEIRKGFALFYAKFYISLIIFFTLTYFFYLFNEYLLLWPLFIVPQIVHNFMKGNTPLFSKNYMFGMILSRAIIPFYF
RACKYNIRNLAPCLYFSITWPLLFVFFILVLFLQYKIGPRFFVPRRFKGGFDYYKSYYSNEPVMDEDCPICMSKLKDDVD
EEPVNSSNDQYVSQLRGAGSSESDGSETNNAINNEKLVKKIKIVQTPCNHKYHISCFKSWINIKLECPSCRNPLKPLID 
>Tthe_XP_001023252                                                              
MLKVSQQQLEEQISESVSDRKVMEEENSSGQNANQIPIFSTSKSVMYTNKNPNVQSLYNECKKGSVSMQIIQGDCDCNLP
TSPTQHKNYSESSSLKKNLSDQPQIINLFKVAQVEQKEGESKSQADGSESTNNMDIAQEYQSLSHSQKLRKQEISRVLTF
FQQGSQNNRNENLVDQEREPCNSKIISLNNNIGPCLAPNQNILSNSSDSNQNQSNSTIPRQIVYQMNAVVQMPNQPAVQQ
NQILSHRQNIQQAQNQQLHAIHPLGMIQNNVQQDNNNIGLVHNLHINDFGLGYFQLRHMLKILKALMVSMGITGCINLFI
LILSITGLTSQLDSSFCQDGKKFIQGTLIPLCILSFFVCFLDFFGVLTLHKKEYQNLSKKQLSDMRLKVSDLQSCNNILR
ALHVKYPSIIVPQFFLKFGQFFVIIFSSIYYSVNQDSIKGDCNQIQDNGQLQTFQILQTALLVNLAQYLIILVLYSLAYV
VRACITWKKKYDAQNLRNIRNCKFFKYKNESQLGKCEGQCIICYSDYQIDEDLAELPCNGGHIFHKACIGYWLEINQCCP
TCKQTI                                                                          
>Tthe_XP_001021655                                                              
MMNSRKPQKVFSCFCGNGVSYEEEANLKNHIQRCERYQKESPFFRFFSSLDLKQLPEVHLVAIKSEFLTYVDAVVQELNN
KGYISNQQPSAPVLVNQFINNSQFDPRMQSSMFSSRVVIPQKHFITSDQVQCQGCKKYFDSNFDSDKIYYLNICLHPFCK
GCLIKQINTDFINKGGVQCLTCNRDIVEYDYNNVIGKEKYEQLEQKMIQKMYNLVSCIKCKAQFEFVSGSAGQNVRDNNG
QLLSPQLQQHYAENRFVCQNSECKQEQCRNCQAFPYHLGYNCENFRQFKQSKRCRYCDETITHINTNQPLALQDICSKEE
CQSKKKYTCQKINNCNHPCYGIKDELNCLPCLHPDCAKNNSDLRDNDSDQYCNICWSEGLGAGPCVQLGCKHIFHYECLK
KRLDVKWISARIVFNFCFCPLCKQWMEFSLDCDLNNEMQKMLALYENIKKKSLDRLKFEERLKDEKLNDPNSPYYQQPQE
YAMAIYAYFMCFKCKKPYFGGLKDCQRGMDEDKREFDPKELICANCCEIPVENCPKHGKDYIEFKCKFCCSVAQWFCWGT
THFCEPCHKRQCNGDYVSKYPKEKLPKCAGGSKCPVGGSHKPNGEESALGCSLCRNAKDNQKEF                
>Tthe_XP_001470909                                                              
MAYAFSLQSLQKKAVRKKQILASIKRYIIIHHFIKKLILYMKKKALESIVNRRTNRVSPSKLTLSNDMVEKYMPIRIYKD
ILERLKHPYKNLACELLLAQQFQKQIQQEQMESQKFGKEMSLKTIQQNQHQQIDQERNDISTLQNKRTNNDVSILNENQQ
DQTNAFINQQNFENAYQDQNEINLFRNNSNNFENSGKYFFLFLVNILSNNLKVQFNQANVESFQDEDEIQCENQEDGGLS
KDIECQQNQENQVQQQQNPIQEEQCSVCLIEFQESDQIRITICDHIFHSECLLQWLKSQENCPNCRKDLQRRKLKYWYSI
QVRKQLRIMMNDRSAYSINLFLGQPKSKSTTFGEQVAESNQQQQFYRKTPMFPFNKVKQLKRFNSLQGEFYHNSQTQGNI
LNNGQKTETDNIQQTNQLGQNNSKSIQRPTQVEYQEVSFNGAIVRIPKPKIETNTQKVIEVENEEEEEKKEQLEEQNQDI
CIQQIQNEQIIEQNSKIKNDSLSIQQENKSDLNQNGSNKHIDLKQNDNQNMFECISLNNSIQIEDCQQENSQCFRKRKHL
RESWFKKSEQSKQILNIEEDNSSMKTIEKDNFNQKIEEQQIAGDYKSIRKDSLNQENIKQNISDDESIINLNINQTNNQI
KNHIEIKTKQIDLQNQQQQKNVNLDLSETSKNKQNDINHSIKESNKSMNENNFGQKLKQSDDQFNCELIDLENRQESPCK
IDSITQKLELNEDFDPSIFRLQTEDLTKSNQIKQVNKCKEKSHTAIRNNKKIIQQDTTPSKRTKQTKQTKQLNLNSLSSK
DTNPSPKLFITPQKNSFNNHQIQKYQPCSSPILLQNASSILNNKIKTQNETLVSQQEHKIFLKTVITKFNKFNSKLASIM
NKRPVKETVEQKRPTWFSKLPVNIEELQQTGALLGITTAPDDSFSQSPTKDRDSDHISTKELFKLFNRKDFKIDQLLKHF



YYQYTKIGIHDYLVNKLYSYGEADLNFYMSELCYLYITRDSEMLKKFLVDMSSRSINLYLLIYWSLDSFSESLKLDEAKK
AENERIKDLLKTVENSFINASMQSSLIQENKTPSQVKESNERAKYNNSIKTFIKNMVNISLTLKKHEQDERKDKLKMYMK
RANKWLKNLREQNPNNEFFQGIFIPFREDYNQQLNSTFIVRIVHEEVTCFNTKMRVPYRVAIETIDINELKQVKKKVVSE
TDLDDVGIIGDGPEFSENNNDQAETSQQSVIKQNESTDKINKYGRTFSIWACEAENQEIKLNEIRNSQMKIQKKGELVNL
LNQDEELTSVEKFHRLYKKSKSLVPDDSAFRALKKFQKNFKLQETFLEGERLQKYQENIKRFNIYFKEKKNVIQRRSSIV
TDRNVNNPFRERHQYVNAKEKLNLKKRRKVSLKDLKVIDVLRFFKHLQRNYPQFEKEIQMIYKHLHYDELEEQIEHTKIS
NVDLLNEDEDISQKQISSFSIKRKFPWEDVWEDKIIKIKRESPYGQFKSYKLRAVIFKGGDDLRQELLAMQLIYKFQSIF
QKANLQLWLRPYEIIVTSASSGIIEFLPNTYSIDGLKKKVPKFTCLYDFYKDYFGKQFQQAQSNFIESLAGYSIVCYLLQ
FKDRHNGNILIDNSGHLIHIDYGFMFCISPGGINFENAPFKLTKEYAQLMGGKESEGFERYKNLVFQGFKELQKYVDEII
FLVQIMQEESDLPCFRGFDIKVFRERFQEHLDEKNLLLYVNKLINDSYDNWRTKQYDNFQKMTNGIAP            
>Tthe_XP_001017949                                                              
MMGIDFKIFESCLNIILSGIYLYLAIQQWMHSTQSENRVMVCIFITLLLGFQQSLILFRTILSNSRRYDFQITIMYLIIH
LINCSEIQDQSVFSIDFHLTSQIAFIQYSFIFFYSILLVNLVYYTIIAVCLLVVALISLIQIWRSSDSIVNREGLTSQEF
ESLPSHVVNAKESKDMKLSFESGFHNPQLNDCAICLQTFEENEVMIEIVQCKHLFHSECIKVWFKNSVLCPYCRNDVRKA
LQKLKREKHQLQHAGHSILDKIVDQAEPSFQLEEFIEENDLRNQEQNLQNIQLLQQIQDINQNQQIGENNQNQINNVAGG
RIANPIFQNIQSHPMMERNENHNQNPLQIQYVQAQAQISSYSPEIQRIQQSDNYIVIQNPNNQLQISDSLRYPQNDDVLS
NSLQYQYNSQQQNQQIFFQPNNQQQQQQQYQQQQEQQQQSQNQQQQQQQQQLVQQQRRAPFRIVEPPSLGKNKSQQEKSS
THLRVNSFGSDDDQFYKHLQQQHQNFELQVRNSNESFNSNQNINLSPLNYYADGAGYSNNNKKILQDFSFYEEQQVGVQQ
NENPKSQLQFENINTN                                                                
>Tthe_XP_001471341                                                              
MVTLILVICFLIDNIRSYRKLCELAKHLEDFEQSCPICLEDLITPNEEAERIKCGHFFHNSCLSKWFMRQEEFTVNQNYT
YTCPCCRHPLS                                                                     
>Tthe_XP_001014759                                                              
MMQSLNLETNADKFLLLCLITLCCWVLLAEFDQLIKNCLVVLLVSKLYKLDERINKDVDAYFNSIFSMSIPIKKLVCFFI
IVQKKICHIILLNQLYCESVWRFIELAFWSEKMQFVTILCNGFASHYFMQGFLEGKFWVPFLVPLLCLGWNIYLVLQSNF
LSSILWPAVILVFLFLFCYAIIAYFLNFTYTFQTTYMSDIAAYIEQLGSFHLAVQVLKIFSAGQFSLQLIGGPCMTIICV
NFTVGACHYPEQFFIKSLAQSYQQDDCAICLDKLDQKPAITITLTGCFHFFHVDCLDSWTSQKKKTCPLCRTFIEDDDDD
NCCNTGNQNNSQQYTNSNSIVHHQNNNQLQNPSIQDQNSEIQSNQLAVSQ                              
>Tthe_XP_001013779                                                              
MDRQPNRQQRGDDRPIKGNPTGKYNMDFIDWNNEWSNVYDNFDFTTDHQNQQCPIFGMSKETFLRLVVFADEFQQLEWDN
NMQMDEEGRLPDEIVDKVKKMKMGTSNQSCAICVTPFKKGEIIRKLPCKHIFHDSCILPWFSKKSNCPNCRFDIKEYYMK
HQEESNQQ                                                                        
>Tthe_XP_001471132                                                              
MNLNRFLLHIDYLYLLQYFLLKLQNKLIKAENVTQDNILTTFYKKDCSICLSMYEVGDNVVFLPCNKNHNFHDECIQRWL
KVNNSCPVCRQNVNDQGFELQSIQNNTWVGLESHLYL                                           
>Tthe_XP_977225                                                                 
MSQEENKYEMILESNSKEHLFNLSQDSEADDEEDYEADIDISENNQKDIVVVHKTYEYIEKYFEDLIKETMKEYSIPFGR
ALLLLSRNSYDHKKLQISTDEKLTDLIYPKIPQNIKDLANKNECLLCFDSLEEDNRYSLACQHYFCKDCFSQYIQEVFKE
GQFCIFKTCPLDGCLERLGMEDFKQFLSEEKYNLYKRFLIKDAFGQSETILSCPQPNCPYVQMSVKDRMIKVNQQNITCL
CNHEYCNQCKEIGHYPCCCGDFRKWLSKIESQGASANLNDEWFIMNTKPCPKCKIFIEKNQGCMHMTCKQCQHHFCWICL
GDWKGHNDYYNCSKFDQEKLNELQREKIELSHFKFHQGQYSHHLSNIQVMKKEIDEIMNYLNDVNRRLLLSNQKTLELDI
VNKFCQQILNKQKLKFFNDLIEDYVRIIEDFNSSLSNLKDIEDKENEIKDKIIIKKSFYQFKDSLSRKLGSCSNYIDQKL
KQFTEDLDNFEKIKEQNSEKIVPVKSEIIFQNIQQMKQQQQINKEEQLKKKNILSAIEEKIEVEKEEAKQATIQKQEDNN
KDLNKKRKVQFSDSLDQEEIDLGNSLKKKLKSNECLEEIPSKKEINSTENNAFQSQSVLIYRCISENAPLTCFDCGENPA
TNEYGVCDACFDSLNN                                                                
>Tthe_XP_001033303                                                              
MNEIYNQHDEFESQFSQPYKKFKSNNQSENNHLHSDQYQEDETYQILTNPFQYQIQMSSQNYQNYNNNPSYQPLQIEYAN
QNYDYQLESLNQHSQDQFRNDFKNQNYFEPNQCDVDNQEFKFQVDRLQSSGEFFKCLDFLAIKNYDKFQDQYQYLGALQT
TLSTDLKKFDFINPNQVYQGKIQPGKILKISWQNYSSKKYLDFYELHEEMNTLVLHNNQYIGYIDHTYSFIWGYLLNNKI
VNIYPYFFSKEGNKIHILLEVYINPKFLKAPFDQNNNQQYSFNKQPIQANINYPSKMQNIYYQKSSQEDSIDNENSYRFY
QQAQQPSDVVSNLHPYQLQGLQWLLYRERRVDNLYIPTMRNQLQDQKTKIDIDYEEIELVGGQKIYRNIINNKFQYEFPE
QQDIFGGILADEMGLGKTLTIISLIHETKKERTSKYGTLIITPSNLVNQWENQFKNHSKADSISILNLQQKNNRSKSFED
YDVVICSYNIICMLFESYDLSDKIFNQQWERIILDEAQKIKNKQSKVSEACFEIQSKYKWCLTGTPLENSIDDIYSLIRF
LNIPKYSDWNWWRQNVKNTKNQEQKSNSFKIINQIIENLTLRRTKKSQYANGESITSIPEKQIQNIYIDLFDNEKNIYDK
IFQKTQQVYKFFKQNSNKKDKNYMHVFEVLTKLRRFCVHPSLTFKIEEEAIQVSENSTNDIISKINSFLNEIQSKIQQQN
KNNKESNQNNDEKNQEPQNNISQYQKEVIQQIKDGQFQVCSVCLEDIKYHSISSCLHVFCSSCLEQSIQTNHKCPLCRKH
LSMSDMLDFVDEGAVIHQQLSHYLNDEIISGSKIQKTVEIIEEIHKKGEKVIVFSQWIDTLNLLEKHLQKKQISFMRFEG
KLTKSQKQKSLYHFENQTTNADLLQASTLKEDSSQQEQTMGQEEQYDNSNQNQENTSQTPTVLLASLMSGYVGLNLTGAN
NLILCDSWWNPAVEDQAINRIHRLGQQKQTYIYKMICKDTIEEKIQQINDQKRDIFQTIFNSSEQNKNKKAKEFLQQILN
>Tthe_XP_001033200                                                              
MEKLKTQIWDMLYQKCSEEQQQFVQKQIDCFKTQDTPVFNMKMLQFQLKIALIMNFYLSYLLIAERNNLEDFFFNQSYIG
TAWFVSICAQNIIILIPKIVMMIMLQIVLNSTRNIDELVVNVEEFMKTKVYYYNCYISKYIWINYGIGGIYYVFNMVFGY



DESAQQIVSLCHFVLYIMVARLILFIAKITLQSKGLSEQQLQNLINKRQSPVTEDFCKKHDDCCSVCLDEYLVGQISLQL
DCKHIYHLSCIKTWLVQQNKCPCCNQFAFREL                                                
>Tthe_XP_001032960                                                              
MSSEKESKQNQEETLDQENQQLNIQQNQAQSNEHIQLPETNIEQHVNENSLKFIRDQEEEEEKNSSKNYNINLDKNSSNQ
DKSKDQDYQDFNEVDYEDLDVDEEERKENSSTQNSINQEGPSIKTIPSLFPNTNIMHIRDQNQGYEFNKPFEDINELINQ
LKTKQKFQKWSHDFEEIIQQLNQSKRLLTDLQQPTQDRTLRESNLDYVLEQLTIIRSQFDEVSYETNNLPDEGDIDKNNL
TSIDELLNKITQIVIKYQQQRINQMNTFLASAPINNPLNQNMSNQQQQQPGQSNSQNNNGNINRVQNNIANQSSNVQNNN
QNNIPNNNNNQNLINQQQQQQQGQRQNIGQQQDIRVQQLILKPCDDQFVTFMKWLINQVTISGANSKVFVLNAIILSSFS
IIFFWRQLWKVKVGPFTHEQKVRVKENLFRFCIFKHLILMKILDERIWSCSFDIFVICHINNMFDSLFFNTQASIIETLI
WIGNCIHLEYKKLINMFKIDQLKWNLLGYLFYQIILYFQSNIQIWWSVFIFYYFIFSIPQTLRKIAQVVQSQRNTSYFQK
NIDEIFPKLEINENNKDDFCTICHDQLLVGRRLKDCSHAFHLKCLFQWIKTQPQPRCPNCRVEIRNASQISQVFHPQPQN
LQNNANQAFNVGGQFTFQQFNLNQGLNADINIQQVNPQNLQI                                      
>Tthe_XP_001032097                                                              
MYSTIFQFAQITSRSIFTALIIQIILFNCNFQANCSSQADGQLNVLRVKENKDNLDFGNSLKSIDDYDVSKVQIRKLFNQ
YTQEGEYTNYDNSNIEELQINQSFKFNFRVQNATFQISNYSQNKYTYIEFYFDNSQDFQSYNNLNTPRLLANIDQAPYFY
LNNKNQTEIKAQYFDSNGYYQNKNRFYLLIISDTPLTNTLYLTLLLDQSFLLNQQLNYQFTIKIIGQSNSKPCPFGCLSL
GSCVQGKCMCQQNQIDEDCSQSAQKVEINQTQYNQVILKPNIISYVYMKTDNLMTLQQLKVSLKLNNQIGTTCILYQNPY
QSINNLQSTEIPTILNFNKNLCLGPTSIQQNQQFILTEGPINLTVGQVIPIGLILKNQYEDQQIFYQFQLFEDQSDSYVD
SDDVITIISIVCSFLVTFTMVFICFQYCRSRHSNDNLSSSFENPIILESNSEQQENQKKADKKKINKKILEKYLPSQQWE
QAKLMLKEQKRELTEPFICLVCHLNIENGEKVRVSICYHVLHIECFDEWFINKEFCPMCRREHKLDDLKNNKRGISNNKF
EEKMIDMAKVFMQNSQQQADSCEIQQEQKKKNSLFSDNTNFSNIIVYKPNRNKNLTINPKRKQSNDNLTHNSITSPYLLS
QSLVSQQYNSNQKSIELTPTVLKKKETNTQPNQITDNNYNNKHKKTVNTHFDIQEVEAEDDENFNSNPNNDKRSSFMGGE
QLLLNLISFDYQNENGISRAQDNQVNRNKQNSFQSSLSDFSNFSPVNMKKFKESQNQIFEQEGSLDLCDQSNNSQVVFQN
NLSNKLLKRLSNSPQKYQDNQISFLENNFGQSIILEKLNDKSIQKNKIVFQNLLPQDQL                     
>Tthe_XP_001031571                                                              
MEKVDSILTKIIIKISSSYISLISNFTLIILQKIQGRDENQIYIGYCVIEYSFIQNSQKELIDTKPILILTLEKSSSKAI
ETRYTILFVFGIFFFKNNYLESQHQLIVIFSFFGHLLVLLKNILQAIYYLFRSAFNRFSDKKLLCGFKFKLSSLFFRDIS
IQQAEDSDSLQSTVIKQLSTSQIINQDCSICLDKLQTGQTVSIITECQHYYHQECIENWFQCNKTCPLCRTQIFIL    
>Tthe_XP_001031430                                                              
MLVVDNICVFALIYIIYFMICLTIIYQFSSFAIDFTLSIFYAFYYIIIQGGCYSYTLIFNNYLTQTIFIPFYKIAQFIYA
TIISNYVDFVCQFMRTAQYDQIFKLELIMISTTTLYIIYKIAWITYAYFKIINNKEITPQFYYNEDCCFCFCSLNQLNDE
IEVLKCKHAFHTSCMSKYIIHQNSQQSLYFKKQDQTINCPHCRTPIYRNNEKKEACDQFMLNMQFVGYS           
>Tthe_XP_001031320                                                              
MNSNIYQQPYNWMLRQQEGIQFLDIHNYTLINNSSQTFLRYPNDGYIYSYTVSKSSSVNYSCPCLSNCSCYSHGISKCAQ
GYIGQRCEQQAQELSQSQTQYLIQGYSFFYFDATDQSKSYQLGISGFNNQQNFDLYVKYYNTNSSVIPYPQNSQSILGIN
QTQLNILANSALKSPPLYYNRVLIKIGNSNMQSFNVQISLDSTDQGMCGFVFILLVFTLIYIGIESSNSKIELKDSINYK
KRNTQRLNTTMGEDDLKKYMPAVLYKEIKSQLLKVSKQQDVGNCVVCLCDFEDDENVRSTYCKHVFHSECLTDWMKKNES
CPYCRTPLNKDNIEEIYDKYKYNSLVWLQQESDDEIKENSKMIGMENSKEMAKSDIQVPSNQIFIQSKSRGSQNFQNQVG
SPKNINAELSNSQIQNKSLNDNQDIKQNNNRRISQLSNHRPQPIQINSSQNQNKLQNSITIENNKLPKKDDNDFVLEQQH
QQELNSKRSNEEINFQSSENVQTINKFNYEGLDTPVQQISMSNTPGRENSIVQLRKKPKSLQEKAYKKLKLQKLDPFKKF
A                                                                               
>Tthe_XP_001030414                                                              
MAAIQKNNKILIIKLNPDQLFYSNNTIYYHSIEQKYYPSRNQCLSSYNKQLKLIEESEDFDKDLICTPQNFNQTNLLKKC
LIHADSTYTSLECHNKLFFILNKDMIEGIKQVQMPTNYTQNATEKNILKISQSGYQTCYITPTFLQCLQQMEDGIFRPKD
PLYIMEDQNSLSKLNNNLTRNLSDENTTSQDIQPESVLREDNSTQQSQSQKDKRKILTFGSISYQSNKSIILIVPTQSPD
EDLHFISIHTEKSFYAFECQQSDIQFSTSQINFNMKTNKILDVQLVLNKQRGSVNAFLVTNSGIWIFEIQINFYQKTIMH
FVSKIDTKIDIFSINRNIITIFNRKQSQISIYRLLEFSQKVQFVTSIDDAIISTSPKNSTLQETQNDLNSTSNQIDEQQN
DFILRVFTDQSESKINKFRPAQYLIFLVNSKLKIQTIISLSEFQKSQKYLTPLHSIIQQNVDIQINFQINSDDFKNFTLA
KEEIEYNKVSENEKSSEYIVDLQYIKDSTSKSYIIFSSNHAIYLLPICFPNNQLFIDETDVITSYTYNGCIPCEFSTYSK
NINQQQCLKINNNSQRIYDQYAKYSTFELINMQDNCISQELKGPQCQTCTEFQKSYLPNEQNIKLIDQTMNQQFGQTVCQ
YQCEEKNSNQNYIKGTIQEEFQDNTQRRKLKINSLKQIYEVEISQNSQNYENQNNLEETLNYAAQANKTQQSFNLYIRDS
PNNKIRKLDDAKDKATKENQFNKNKENQQNNQNNDQNSPDSQSEKELKNTATECIEKQSELEYNNFCSKFKDCYSCSYHP
FCIFNPIERKCQKLNNYKQPTMTNFQQFMIQNFSESSKTLLDYQKYEYCNVIKHQKVCPFSQNINKYRGEFLFYKNQKKK
DSKQLGDNKEGIEIKTQDGDGAEYDQVEQFQVCSWYVNTDKSYQDFDYEIKIYLDEGFIQGKDSLQATVGICHSYESEIQ
GERSNSEPCKLTKMPMTLNQSTTKWIKFGGGKFRFVLQFMEKAQIDVSKISITFMPVTNHDKQLIVVICIIVIISIFFLL
IILLIFKNKILYCIRVKFNTLYFLDWEDNTELNNITIKQIIKRLEKQKLLKLHSKSSYHTDNQYHHTECSICLVDFKQAD
PLYVLVCSHIFHQHCFEEWVKVQFNPVTCPNCKISLNNNAFTLIEMQKQNKLQNKNAASTSQNQSQSQNSSAVPEQISIE
MENNGLQVANNNDSAEGQEIEHLINANTIFIS                                                
>Tthe_XP_001030043                                                              
MSHKFSRFQDEEDADFESGQELDDSQTKQIKLSDETTNDLDSSDYQFRFDNEKEKAQIQNFQEKQTSGNEDQNSSEGQQS
DRESDGLESTSNGSNAKTKQNKDLTVSKLLVVALSKLELPIKYLLAYQISLLMLKISRVILVLGLLFKLLFEMSCQKSSI
HTLLIFAFLRDVISGILDLQFIFKIYEIRYKINKQHYDDQVKSVGKDIIKSKREALQSSQQFFGRFTQIEAITQIQQAPS



YEMFELETAIGNLMPYVAYFMKILKYSYYFLFLISVIFIIRYDDEQFCHVFEKYTIIYLFLPIYFLFLVIFLCLTFLGFF
LTIILALLLIFLGKYVHGKYKQQKQQQINEFRAKNLSSVSYSSIQNQISNNQCAVCLNNYQENDKITVLKCSPQHHFHHS
CLQKWVALKGQCPSCRSNQIV                                                           
>Tthe_XP_001029534                                                              
MSVEVSQNFEINDLKQMFVSVSLAEEDRELLAFLAGTQYAYGKVERSSLSGLIAQISDLLQISQQKGQNEIKQELFASLV
NNTQQEPIRYIEDLSKSINQQNMSINNSESNQNQDEKSFQDDENVEEEEKQKEVNDNQDKLNDITFNEKQNNYYMCNICF
DQTESEQFYYLDCNHVSHQQCLENYLKKQINSDNFWIQCPHTDCCYQIPQHILSEVLNKEEFEAYELKSLTAFFSQDQAL
MKSCPTQNCEFTFPNEDNLTKLDCPFCNKIYCLVCNCLFHENLTCEEYQMSLNSSQSKDKISDKNQDISTQNTKIDTEQI
QMEINQIQELKDDDDWDCEICYENMISQEYMSLICDHIFHKNCLAKYFTSQINEKKFPLKCPNSNCIIPIVQQDLRQVLN
KIEIQRYEKFSLQNYIDSNADEISWCPTPNCEFAFITEKDQNYLNCPKCNKSYCLNCKCDFHVGQTCQEYKISNNFSEDD
QKFEQFVAGQKFKQCSKCKMWVEKNQGCDHMTCRCGYQFCYKCGGVYLQCQCSQYIRNPFQFQSRFLLNPNNDNNSQRYF
NFNQNIEQLKQNQQF                                                                 
>Tthe_XP_001029532                                                              
MSVEVIQNFEINDLKQMLVFISLAEEGREQFEFLAGTRYAYSQVSQQNGQNEIKQELFASLINKASQKPFRYIEELSKSI
NQQKISINNSESNQNQDKKSVQDDENEEEEEKQKDIKDNKDKSNEIPFNERYNTYYMCNICFDQTVSEQFFCLDCNHVFH
QECLEDYLKKQINSDNFLIKCPCTDCCYQIPYQILSEVLNKDELEAYELKSLTTFLSQNQAQLLKDKISDKNQNISSYNT
KIDTEQKQSEINQIQALDVEDNWVCEICYENMISQDYMSLNCDHIFHKNCLAKYFTSQINEKKFPLKCPNSNCIFPIEQQ
DLREVLNEIEIQRYEKFSLQNYIDSNADEISWCPTPNCEFAFIIEKDQNQLSCPKCNKSYCLNCKCDFHFGQTCQEYKIS
YNFSEDDQKFEQFVIGQKFKKCSKCKMWVEKNQGCDHMTCRCGYQFCYKCGGVYLQCQCYRDLFFPSITSTFLQDIDNYN
NSENQFNFNQNNRLSNNQQNRQQQNIFQYQMNNSSRANNFEQLNNNRNHINPNQMNINQFQTSNTLNNSLNSQDQIINQN
RDNNDFDDFISQNELFYFNRDHNNQNQNIYDSRNRLHQNLRNQLQIVSNQNNQMGFNTNEISQIQKNTLTQQNKKNKTKS
SNNISLQSNEVLKFIKYQDSNNNNNNNDTLIPEFMVGWCIRIIIIVFLIIILS                           
>Tthe_XP_001027740                                                              
MRSILIINKAKDYKNQSAEYLSLSQLNNELFEGNTTQQNKTYQLDPNIFSKQYGSYFIEMELNINRFEQDDIQILFALSQ
TFSLQFNNKTNHFEADFIDKRGFYMKKKYYRIDFEKSYLIEQNPLYLTIFQATQNVINLSYTLKFGIQDSGLQKRCPFDC
FSQNSQGICNQNTGKCQCFKGYYDFDCSRQSLNLDFYREQSNNSPYYFTWKTTFSKQQKAAFYYQIQNQLNGYLYLQIQK
RDQTLSTNKISENDDLGFLNIYFTSENQNSSNLSVADTFFSTESFRLTEQQLIDGEEIFLQSFKSIQRNLLNDESNTSKN
NQEHQTTNFNNQINLQNQIQLLFGFRQEWKYQRDNDIIEYDMILLMKDEGPHQKQLQDVNILSSKDTIIVMSVILVLLIL
ILIILVIYLHRKTQLINIAISNMKKKKSKKEEELNNVLDLIPPFKYTQELKNQLQQGQEEEPACPVCLCEFELDEDIRKT
YCSHHFHADCLNILTPRTMAVKQTNPQQIGLKDQSQLMQILKSPKKNKDYIQQIDVDISINISKISKKSNSPIKLSQRFH
SPSKLSKKSVSPPKIQLEQKAIELSDIITTVRPHNKKLSRKRTQSQLPQIKKNSFSPQNISLQQVQSFDNTIDASLKIKS
DPHIPPINNLIQSEYQGVTMFTENPTQTGERTNSHLKNRGSILSQANSMLDSNHKINQNEFKINQLSKFKKADSLFGSEN
>Tthe_XP_001027730                                                              
MVDLSGDQNLNINRGLSDHELEKLESITYENFQKQYQAQNQNQQSNLKEKTIKNQQNDFNNIDNNNININNNNNNNNSFQ
IKNNSLIQANKFTSVSPVNKSQHSIKSVNVFMNSLSVSLGDKDKCSICLIEYEIDEIVIVLPKCKHYFHYDCIKLWFQSN
SKCPFCRDNIILRLQE                                                                
>Tthe_XP_001027223                                                              
MGVQVIQNFEINDLKQMFVSVSLAEEDRELIAFLAGAQYAYGKVERSSLSGLIAQIAQLIQISQQNGQNEIKQEIFASLV
NNAQQEPFRYIEELSKNRNQSKISINNTELNQNQDKKYAQDEIEEEEEEEKEVYDNKNKLNQFEYQLNKMTFNERQNTYC
NCNICFDLKVSEQFFYLDCNHVFHNQCFHDYLQLQINSDNFLIKCPHNDCCYQIPQRILNEVLNKEELEALELKSITSFL
SQNQVQIKQCPTLNCEFTFSNEDNLTKLDCPYCNKIYCLACNCLFHDNLTCEEYQMSLNSSQSKDKMSEAQNKNQNISAQ
KPKISNEQIQTEIKEVQQGLDNENDWVCEICYENMTSKDYIPLLCDHIFHKNCLAQYFTTQINEKKFPLKCPNSNCTLPI
NQQDLREVLNEIEIQRYEKFSLQNYIDSNADEISWCPTPNCEYAFIIEKDQNQLNCPKCNKSYCLNCKCDYHNGQTCQEY
KISNNFTEEDQKFEQFVAGQKFKQCSKCKMWVEKNQGCDHMTCRCGYQFCYKCGGVYLQCNCSQGYRQLLPFSNLFRQPI
PTFLYNLNDNDDYSNDSSLDDFIFNQSKFATNYQNGLRQNTSQYSTINDDSFELQINNHKQINENEIQIKNTQSNSLNTQ
NQMVNYNRKYQNRNNSTQYQLLKYLQRENRKRNNQNQNRDDDNNNNDNNNNQDGFRDHNDQSQNKDDNNNQNKLINQKRP
YYKNRNHNDQNQKRDDNNDKSNNHQDDSIYQRTTYYKDRNYSDQNYYRDNNNNNNNQGDFICQRNPYYQNIDHSEQNYGS
DNNYQDYFFNEQRPYYSNKYQSYQNQNKLGQNKQLNQRSYQQNQMNFQNINQNNQSFINAQNKPENSLKKNVNNKSKSSN
NQPFKSNKIPNLTKYQVLNNNKNSIKNNKNSNNNNNNNNE                                        
>Tthe_XP_001027158                                                              
MDIESHSNFMNNFQNNQNNNSSVEMNDRQKDHEMYSYRSVRLWCHNCRKEFKRLISSAPQEILCSDCNFALEIIENGQEH
PSNFDAFESNHSQRQQQQQQRQQQQRQQQQQRQQQQVPLFFSSFQFPGNNIFFNVFNVNGQQEEMEQGIPLFEQIFNMMG
QQQQNSSRHQPASSDKINKLAQVIVQCDDNENQCPICYENYKKGEVMNQLPCQHNFHQGCVKEWLNKHNSCPMCRKSI  
>Tthe_XP_001026561                                                              
MSNDKILLPIFSRAKTQFQEKQIDQEFSICNKQINENLSPQITKIYKTNNEIKSLLDQGNLQLSFKLAKKQYESKKNNRN
SSNKTFIESQITYADVLFQLGDFKASLGLLLDSIDCISKNLEELEQEYSKALDMAGKAYLKLGYLKKAEEYFLKSLNFKK
ELFDQAKSFYLLSVLYEELGQYNQAMTNCEKSLKLYMSVNLHQSLMYAECLDSKANLLRSLGKLEESLTFFREALEIKTK
ILGKINHPQIISSQENIALVQNELGKFQESYSLIQEVVKNRESLYTSDICPNSHPQIADAYQNLGTIQQDLGMLKKSLNN
QKKALSLRESIYQYDRQIQSQNFLQKIFNTVNSNLIKLQFSESTTEILSQISTQNHPDIASSYTSLGIVYRNIGHYEEAQ
EYLQKALKQRELTYGYEHTKVNQKSPFNTTQNLNKFAKKYLVKMKISYQLFLSPIQPGHITIYLNMINLLNSINKRQKFE
NLALAQYNRENYEESFKNYQKAHDIKVKIYSNDHIFIPSAKNNIAVALYKQGKTEQSKFFLNQSLQIISNFENDDKNNKD
VDPYLLCSTLNHLAWALTEMEQPEKALQYYKKTEQKMKQLVGKDHLNISNLYCNIGITYFHLGDFEKALKYHEQAYSINI



QVLEPHHSIICNNLDNIGSCYSKTMKEDIANSYDHVASTYYDLQKYKEALEYYLQELKIRKQLNQKGIQLASLLNNIAIT
YKNLENLDRSLKYHQKTLRLRESYLPFEHQEILSSISNIASILYDQEKYTEAIEFYKKELLLKEKLHTPQCAKVAVTLNN
IGCSYKNINNLDEAVNYHRKALELRKKILKENDDDIISSIESISSTLYDMQRFQEGLESYYEELQLKIKKFGEDNLKVAT
TYNNIACTLKNLGQIAEALKMHQKSLVIKQKILGHDHLDVATSLDNIASIIYDQNDFQYALEMYKKVLGIRRKCYQTNNL
QIAVTLHNLACTYHNLKDYESALQLQIEVLEMRKQIQGPESKDIITSLDNIASNLYDSGKYEQAIVYYQDELALMRKVEP
ENQARAATTLNNIACTLHNLKRLSESFEYHNQALKIRRENLGETHPETVSSLNNIASNLFNVGKLDEALNTFLRVLQIRI
QQQECKIKIATAYDNVGSTYFSLLEFEKALEHFEQSYEIRRTYNLDDLQNSQDMINAARQMIQKIEPIRNLPITKYTGKN
SQENNDKNNQESIVKGEDEEEICNICLENLNNNQELRVLPCSHFYHTFCIDKWLLAKQSCPNCRQCPIVNYQQDNQDKIE
>Tthe_XP_001026386                                                              
MQKCFSQQQFVALIQQIDFKQNQLFFQIQLLALISTSLENITEISARQIKAALELKLNCMKSQYKIRPLQREKKLLLIHQ
FLVFLFINNVQCSINLIQKKTIQNFQQFQQIQIGIDKQALGLQLIIEVTFQPQTANTISQSQFVFLAAEPNVQVPEYYSV
LFQQNYSLYMQQNIHLDIEGLATFRKFQVTEISNVVNSQIGLWNFGFYDIKSDKTSLYTINIDIYSYGKNDSYCPEGCNS
QRNRESCYFFSPINPIDVDINMNIPPFTWGMGSFNLSDQQSNQFTFAITSPYSNLKMSIVYGSVSQLWVPNILYDSYDIQ
SSNIQQVDQYPPLTEKIQKMFDANTLQQIQQQFPYRRKDYDQVITVGFYNYSPSQTAKFVFRLKQVNSSSSDISGLNQTT
MILFIVFGCVIIFCVTPITYFCVKQKKRQEQDFLNQILNNNLQIGQISPNQAISGPVSNSQSNQGANSNQNEILEQLNLP
INQLVIRGNDAYHNQNIQGQPNQIIQFQAPIAPIQDIPVDRLKPIKKIVPITKETINRFMPKQIYQDLMRLYPTLKQEGE
ECTVCLEGFEQTSECRITPCYHLFHSECLEGWFQKHSTCPYCRNSCNRKGIIRFLQQGQSNSYVKRMQQPFQKEKESSNF
SKQIKSDGNVQLEEVENNNAIDEWQNPATLSPGRRQHYFQENSPEPNSINIGGQQSHNNNQNSENAQQLDFNQVQNNNHN
HSNNNNNNNNNNNNSNHSVHTFSSPNKMQKKSSIIENVLSAINKPLQQIMGFSLNNHSSHNISSNKKQNNNNSQSSHQKE
NQENELRKSIKLDQNSFRNVNNENKSNVNISQKNNNQLLSGNCLSQNAFIDQGHEIFSFISPNLSQIQNNQQHDILLSLN
NSVQKKQSFVNDQGQQNGVLSPENSFQMVSTTRKMFAEQEYQNKLMHYNHQKMNQLDKQYVQNEYLEKPALGRRQSINNI
SYNLNQDKGEDLQIIYDRYNQNSFIGQRRNMFINEADLIDNYGNGNVDNDDDDENGTSMVNYKKNKQQIYVLSNRNSVIK
KPMGLKSQRSKVEGEDPSNLRQTEQDVSSRANQIPLATRNILNSQPRFFQETNRRESLNIDCTQNSEKSKNKQFSENVQN
SSFNRTQDEQRFQQKNLKINFNHYKDEEILYGQSEFATITANVLENIKDETQKQQQPEELSDKQFKDIKVVNKLIVLDDD
DDESNEAESQKQQVPPNNISLNKIKNTEQQIKQNNQ                                            
>Tthe_XP_001026368                                                              
MDIISSDNNQYFCETCQMYIQTSLQPIHSTFCQGVSPQDINLYSDSQVYELSRMMQEYNLFDYYLSLDFKTNSTNQRYIF
EDYFPDDTDQIDTQSQTPPSLPNQTQQQFSNNQSQFSQQNNSQQQFQQPQIKVTGGNFQGNQNQAQTQRQLQTNQESNTS
RQNTYQAQYNRNNSSQLQSQQVNAPQRLCQAIQGQYKTPVVSQNSCQKQGNQTNYLSGNPCNLTKQQTQNQNYEDNFDDT
YQCHQCYDYVKISDYSTHQAECRNQYIKCKYCNSFYPFSLINQHVLFCQKQNNQMQQQQSSSIRSQKKLNNQNTQTKNNG
YDTDDFEDNRDIDEHNSADYNNSVYENLSLYGTSQFNMEERSLANRQRQYQQSSSNLQTQQSTLSNFNNQSNIATENNQN
QNQNPNDWTQLSPDYFNRALNVIFPSFLGDQDDFRRQQNEQFRNNLITRLINISRFGINGDNCRGLTSNQKNKFIKVNYK
QKQQSEYKTCSICMCDYEEDEEINILDCMHRYHVECISKWFQSRTTCPVCKRDMSDYLL                     
>Tthe_XP_001026304                                                              
MQSNNNRNNYINHVQSIHNPLMNGQNQQNDMKTTQLFSQLLKEFKLYYLAAIVMNLLFAALFYVQYISACNTKDLNIWMI
YAAVIFSLQFIFYILVILPSYNKSKTYYFAEQLHEVIFVGEEEYYFQLDKRQRHYLLTICDLGLIILGLIYFSKNDYFKY
MFSSQKSSTIKQDCEFADVWIIFWCMILLIISRKQTISIAILLLFALPVLIFYIPIKWIKQDQNKQKMNFNFLKVLNSVK
YDPHLIKGDEHTCTICRMDYVMGDSLKILPCSDLHHFHSSCIKAWFQISSTCPLCRKELGQIIEDIRSTNDANSYLVIEQ
IAHSFDNNNQNQEQRNDNNLDNNINQNNQVDMQ                                               
>Tthe_XP_001025558                                                              
MINLGINFLNFAFYLPALPANASVTLKSYQEYAPYKYNCQNKVSVIHQMGAADAQTISLILIAANKSNQLIFQIHIITQV
NDLQFSLYQSNFNTNTISCYLDFEIPSILKYLPDSQNYYKIIQIQGQGTEAQQQITIKGSDIQNIYSTYNLQQLRILIGC
RASQNYQSSLVQSGTIDNKFLSQIPKSSDYYRNLQMQPAYFNTIQGQINIMVQQTQNQPQYSGNSFIIATSVSVAILIIL
LVIVILCARRKRQLQKRRLQQQLSRNRQELQQNNPSSNIDQQLLQSLLNQNPMALLAQSVLMNLPQAVQKDDKKYFQDFD
KCFPLMTLQQIQDYLKQENPNIKAEDINKECSICYCDFDEEKDEQEDQQQEKEKKQNQNQQQINSQEGQEKQQIKQQKKN
LRILTYCNHFFHDQCIKDWLKKDKTCPHCRQKLSQQELNQIKNLLENKVIERTKRLIQNLQMHSQQKSEVQGNQITQNDQ
QNEQKSQNQPQQQINNEDKKELNQNNRKSSGHIQNKTDQSEQKLNKNVNGLQVDLNLNQKEKEMEINIPLKKLSNMNIVS
NKSLSKKKKYSFQQLDSPIKKKSLSPLQKLKQKSSSQQGEDQVENFNLHNYQAVVLNKKDSQSPRKKNNTIGISPLIQSI
NNSNTSIVSERLQDSQMEQSIIIDEDVQKCQIYTQEDENSKNINPEDLQNINILEQIKEEEEEEKHQQELKGQFDVSFAI
KDNPMHKDQYEIQNQYNQTDQFQFEQNTQLKISFSGITQEIKSQINSRLENLQPKNEKKSISKTLNQGLQKQPQSTLIEM
KDLSVTNNKKDKIYFFANLLLQKYLSLQIEENG                                               
>Tthe_XP_001025555                                                              
MGSYNKIITIYYFITYALLMQLGYGDSGNPSLTLQDNDSIQQIQCQTSISQPCLVTFTPSSDFHGAVELNFQTIAESLGT
STSTYSQQIQLQYCMNNSSVCDFGAFQMGLRSQSIQGVFSQNTQYTFILQAQSNDPLNLVFNFSISKGQRCISNNCSGNG
ACIVSNKVKQCSCNQGYGAKNCQAQVQTIAPNVFLDINVSGSSQKIIQFTSSNPIQQALLNNQYNLIIQNQNNQRFNIYI
LDGNSQTSSGIFSQEYSSNSNDSLNLNQIFSSSNTLQNFLLILIINNESNISQSIKVQLQIQQSSQNQSSSDSYFIYFLI
GMVGLIMLIIILGFIYFLFKRRLIRERAQNNIQILAQALICPSESKETDNSEKFMKLYNQAIPSHKMQASTLENLIKQNK
EKHDSNNKGDAQLPYQSEGGNSNQIICSICLQAIQENDKYRETICKHLFHQECLDVWIQKQRNCPMCRSNHKIIDLQKYL
KENKRCSITETHQINGHGVVFEMQENTSPNQRNSSSPFGFIPILPFSLTRQQQSGSVCQNMQELASPKKASYSPPKPIRP
SFQLQQQQMNDSSNVQITIPDNTNDLTNLQLPQASLNESSINQFTLNNQLLNNSLAGKKSKDEEQNNTLTKLIDILNNNS
SILNYISKNPQNNNNNNQQQLKPIAEEEQQHNSAYSSYIRQSNYNIFTDNNQARQETDLERGKVGTQNTIQQEMTSQATE
NYYHRQSIASSKKLNYNFQIQPQVQAQFMKAQIFTSQLNNSNLYKNRVIL                              



>Tthe_XP_001025550                                                              
MLNNNQTIQRRSTPSQQQQQQRRILLAQKTSDEPQITNNRNIRITTQAQQKYVPSANRQVQNASQNQNSTATNVINKNYS
RITEKNNQNQENQGQVVQSNNRVIIERQQTLMKQNNDITQRTSIISNNQSSLQKNTKPSGQQQSNIKSEQKPSFMIRKTN
NNIIQNKSSLTNNSSQNSNQQSQLQQQNKNTASSNTATNNLGVQKSTYPNAQNNLQSPTNPIRKYKESTNQNMIGQNERN
NLNDLTDSIPSLSQLNGNSNQNNVSSSNSQIPSSSNLNNFRTTEQSNIVNRRLTSTNTATNVSANTQNQHSNQISQNNNN
IFTQASQQQSNNEQINTNTNSNLRNPQQENRIFGSSNIQNTYSQNNSENNTQQTQQNSQMQSSQQRTQQLSNPLSNNSLA
SQLNSLRGNNPQRDNNQNTVNTQPRQVRQTINTDSNPTLSQNNQVSGTQRLNGPDSQWLRETQNALQSINSILSQTNNAL
NRAENLSGNVINTNISSSTATQARNTRLNPFSPSNTDTNNRQESAVEAYKFQHQYKIFQNFSLSRQAFEDRMARANHQVR
QIIRDDYRRNNGRDMSDLSSEDSNLESDEEEQKTNGNNRLSRLNRLIRNRNESSSSSDSDSEEEKKDEQDRNRDRGRTYA
SSSVPPVRNNSNSNNVYLLNFRNRANNEAPNQNSNSNNNGPSQTLAQRLGINFDMVYNGRSENPSQRPPGSFVQRLIEQS
NQNNSNRPNNQNQPAQNGGTTRTFRVTLPINPNNVNQRNLLEGLSNLVNQMNSSLGSLSGSNNISRLEELAQWVATIRLL
QQFTQPRKLSEEQLREFPVIIVKEVEDNEICSICLDEWQINDQAKILGCMHKFHPKCIDDWLKEKTICPYCKQDPRESAV
VMTINLSFSQNIVLF                                                                 
>Tthe_XP_001025188                                                              
MIDHNSHLQLEINRRQNQREYEEGMSNFKEEQIQATISDREQIIKHFKIVINIEKSYLFHASLSIILCVMIQFGFLQNEN
VSQNNLTITNEQQQNQLIMPKDPLSGIIDFYVVSLIQNAVYIYMLYKIIGEDRQLLNVMKHILQQEKDEIIKQSAKDDSL
KKQFDQEIQNSAGLLENQALHQNDERLISTLSIIDSLLQENFIIQRRNRVSRSSKEKKSHKPSYLKKCEDSSQKEDQHLL
KVKNDLFQFEQGIIHHRVNSKKDHITLFNVLENNTETQNFGSKLFITATSVIIYVYNIAQINTNYLNPEYELGVLLFLGI
PALAMILPFCFVLLTLATSVVFLLIYGVSILLLLTYSVISKQLFYLIKIGQLRSTAVKSLPHLIGQTCSICLFEYENEAE
KVSYLKCNHAFHYECIKLWMQEKDDCPMCRKKQ                                               
>Tthe_XP_001025124                                                              
MIQFSVRQLETIKTPALEKILQLYKFYLVSFLICLAAALTGIAYLILTAIKSCSVQQIHIFTIITVLFYCFLVVDMLLSE
KATLQFFNQHCKNLNLTENVTFKTFLQSVERLRYYSNQKEISVFQVREVLWNSMQIPYYKIFFLAQVSCWILYGISFFFA
FQYFGKGCIHEHESLIIFIVYLYHNLWFIILVGFSLVVSVSAILFLPFIICAYFKFNDSSEIPDDPEEQQKIFLQNQLEN
FQYDQSKAKDTLCAICLEDFQAEAPVKRTKCCKSIYHPVCIKEWVVNSITCPNCRKSPFTKNNKNSQPNEVRVDSVVPLN
NNILNTELNNQQGNNPNQNNNNNPIQPINNPNEININQAQPEQIANQNVVVHEDIIADIENQNIQPMQDAQMIENQQQVI
NLQQENQANAEPINPQQVQIQHNNQSQLPPACNQNNNLQNEDSYIIQFSDSSVNQSANKNQKTKEFNGLQQQDNEEIEQE
QIQVVDDIEQIDQNKDATFDKNKSQNESSTNSKGRKKFQSTCTQGDGINNNGISELHGQRLTIYNNIDGMGINSTEISTQ
KINIYHKNNDIPIHNAGIIDHFDVNDFDNANENKVNEK                                          
>Tthe_XP_001025089                                                              
MVIEIGLFFFAKIKSQRSIYDLEINQANIKKFEQMIRDLNFEEDARKEQEIKRLLIEDEIDYWIGNPVVQIIHGQLILDK
DTQNSLVFNASIEDLIVQRRQIIQNDKERNYNALVVLGIQNSKSPLEICEFFKEQQHSTNITEIRVIKTTSNIIYGMILF
FSSCEICNEFLNKNFGQRFNTIEEDVCILRPIKAITFSLDTYDIKNEEESLLFSRHNSKSSCSTASINTNSSSQQNSNVN
QPQAQNAQSIIPQQLPTNTLSLTYNFMQTDNNQVINCAICQEQLLTHLKDQDSPKKQMIGGNSLQEEDANCSNLLELSPN
KQNSQKKNIQDQILSIMCGHYFHSACLSKWQDSICPLCRYHQQPPELSYCDVCRSSEALWMCLVCGSINCGMEFMTQSHV
KMHYEETQHTYSMEIESKFVYDHSRDTFVHRLMQNLADGKIVEIDSANIMNDQQNNYEYEKGKKSLDSLKEYEIQMSTCL
EAQRKEYQAKLQEFKRQNTKKLQGYEQKKAQLIFSIEQEKELLASEENQLKLEEENLNKSKQMFLVLSQRKIDLQKEENT
LSQKHQQLGLKDEQQEDNMKKKLLAIQQDIQAKIQEIKDIENHLKANKKLKEIGEDTSSSALLVLGSSKNNSKKKKKK  
>Tthe_XP_001024819                                                              
MKPNPMNSQNEGSNDNLQEERTIKEIQNISPLNHPYFPRINNKYSNTLTQKNPLQNFIQQQNFDDQLIKMKQADENLEGL
TLEDIVQKQEKQQNILLEESKDQNIEHNQQHIDSKQCEEQDEEEEEEEEEEENDYEFQYNQNLNSQRNNMTDELGNFVFH
QQAQQDLFIDKLNKLTTVFEQISSDMKIQQYIEPEELLKIRNILNFLQQIKSKIEDDEDLYLQAVQREKQAISEQQNQQQ
ENLHQSDQSSNQEQQANEQADLQSNRESFSFRDYIKNCILKTYQSIQGFMKNPLNILRCLLLALTLLFFSSYFSIPDMTK
QPPSEIFNWLAYNRESRMLVVTGGLSFCSFILFGVRQLYITVIGAMRSDQEKAVLNLYLEQNPILHISIIYMTDPNIIPQ
KFDLAVWLCFYFTFSTFKIFHSICSQQLKMILQNINDDYQEELRSNLWICAIGLWTFSMSGYYKLSLLFYEGILFGFDSF
KIVICTTKLCDHMNFYVNYNTEEIHDPFFKRETLFDSFQHIVQLFHFIQLIYNYFFKLDYQFIMHLWLLYLFKKINISLR
QLKNNFQAYRRYRNIQLNLDIMFPKVDISQLQSDDVCSICHDELIVARRIETCGHKFHIKCLFKWLKSQQNSRCPICRSE
IPNLNFDNIANKPGIFTSAIDFLARFLMPTINFIFEPRAPQQNENQGGNNQNDENENNNNQEVQADDQQIDQQQNLQNAN
GQENQLESQINNNLTLQDILNQNLFEGDERDVLMYQHLSQLIAQQNQDKKVESESKEDELQQLQAQRQSLRENIFQIFKQ
RMLENQNQKDNSVNNDQNKQAEDDEEYEDEEEQEGYENFEFNEQGLHTNLNEYDKEMYNMSQTKEQLLNLQNEFLSLQDI
IMQKDSNIDTELVLKQFQQRLEREQSKLINFLMNKIIYNEEQGTLQDENQIINQEKSVDQSETKLQNNDQNMNEVIKNNE
DNQISKDYLLDNLKNEESQHSEDAEDQQKQGKDEEEEKFSDNNINSKGQIQLCSNDQALLFDHEFFQHTQLNKEVVKLDT
ENNSSQKDTILKEKFNNDLVNDEIQKIEQSDEIQNFANEQEEVKQSVGENQMVQDIKDLQDNLLNNEKTDLNNIEQIEYS
YQTQFGIDLSSQNKQQNLNDQDLQLNQPLIDEGLKEQNTETYNIQNDINFLNDEKIEIYEDNIEKLVQQQNFNEDILEQQ
THIDSIQQNQDKAQHSEQSEQEQI                                                        
>Tthe_XP_001024455                                                              
MCDHSMLMLNKIPMIKIKQQIDTLEQQIAKNESTSITEIKIVDNIMNDNDIYQFNANNQQRQQQQQNNYIQQRQQNIQFK
AQVQQSLIKKDLTECFCTEPYEQEVALLQCGHFFHMNCIQEMFRVQQNQNIVPNCPMCRVPFEENQINKINFQQIKEESK
ELEAKIKQQVIQQVKDKKEKLKILKVLSPDNSSKLQIIVKEVKKVQQMKEKVIIYSQFLSFLTYLQKVLNDRDVRYTRLD
GTMNKKDRATAIKTFSEQSEFTAILISLKAGAFGLNLVAANHVFICDPWYNPAIEVFLSANNIIRQTKRVQVINFIMESS
IEERILQCQKKKRSLIQNTLYIQKNNLSELEKEQEIQAKMKEIRYIIGFDEDENQEEKNMTKMDEEENIKEIKNQMYDDF
DDGEETIVKEIDV                                                                   



>Tthe_XP_001024261                                                              
MNSPLLSENQIDGQVYIKTESVLSMDVPNEFKYDNTCSICQEDIQSGKIVSFECNHIFHSQCIRQWLKTKKNTCPNCRVS
ISISLRQSNVETFVQQSLQNNSEIQNIQIQSQQ                                               
>Tthe_XP_001024215                                                              
MVISDLSKIPDDRNECLICLEEMKCSEQKQQEYNQQNYNQAQNQDVLLTNYPQNQNTECCAFKVSNLRFAPTVCSPQEQE
DKEEDKKGQQDNQNQNPIVIKIGSSSNKINEAENNKGTTQFSQFEMDAQNNEEVSKIPSLNIEVLQKQISNFKEDLNGVN
KSLQTNNNINYFDCVQKNFQSCNSLSNMESNLQKMLSIKTKKYSEKYQQLDCEKSTRWESLYRQDTLEEQSSNQTESQSS
NYKPDILKQKEKYQKNQIQEKNLEENQNQSTNNQQPSKDETNQENTSNVQQNETPQQLDIESRQPIEQQIKRPIQQSTFQ
HQQMAPIVNYEQISNEKQELKIKQQKIVGFKCNHYFHLDCMQEWLKTSKSLKCPTCRQDIMY                  
>Tthe_XP_001024131                                                              
MKSNILLNKLILISIFLSIHVCQEHGNLNIDIKTKQSPQIYPLKENELGGNTSTWNKTYVFQGMMINKNADKEVILELEI
ETPISSHNSIVFGLKKDSALYYNNETDTYNALQIDVRGYYMRKQFYRIEYQFKEDIGESDLIYVTIYQNTLNPQDLKYSL
KMISTDQEAQKRCPFNCLNRGRCDYQQGRCLCFSGYVDYDCSKPSNFVMMQNQQYSENIQETMLINLEFDSNSLRNGKFY
HIYNNQLDGFFYIQLSLTQESKQKLMNENNQQKSLEFYYTLDKQNLQGIGVADKKFAQLSKKIMLEEFLNSDDAIEIFLE
EFHAQQKQIISEFGNQDQQMLLFGFRLNESGLINNQEPIKFHIKFVLKENINIANQSINFLNFFKENQVVSILLILLIIL
ILILFSLIIFIKRNSLIIQQSQQQYQAAQLEKKLKKEEEFQKVFDLIYHFIFNEESKKKHWPHLFNQSQESIQNTNSEQP
SCSICLCEFELEDEVRLTYCTHFFHSDCLKQWLKKQKNCPNCRNDLTEPCLQEKKKSPATFLRQIFRNRLGSIDKKNKKG
YQQQIDEFGLNLQPTSSIPTHQVEKMETNNNKIIQTINLNQFTNFKYKSSENFYKQSQQNQKKRLYLKQNSIKHNSMTEI
DEIENKDKFNDSIKYPSRKYLRQSSIESPQPVALSKFKLSVNLEMQKSKMNQQN                          
>Tthe_XP_001023796                                                              
MDQENQGSLQNQLITNPQNITNSANNSNIQSRDNFRESLTIEYLRQNKKERQIHYGIQLLYFICFLFFGVVFVIHISGSS
ETTLGYASPKIIPIYINQLTFYLVQFIQQAIRFRLIRHNYDFFNSQKPKILMITFCSIFFIDNLFILFFLISNFAYNQLQ
ERYKTFTEYVAIPNQIIACIIILFAELILGFYNNLLLIYTLKRRMKNTIVNRILAQSQIRPNEYMALQQYLQMINSQSRF
SISSQSQNNSTLNETFNQNQTNNNNNQRNSIRSEVASDLIKQKDFVVFGDDSESVEKQEFTCSICQLQIQLQEKVIHLQC
KHLYHSDCLQVWLVNHHTCPLCRQVVW                                                     
>Tthe_XP_001023588                                                              
MITKQFNYQKRRFSVQNFAEILKKKLKRLVFKTRDNNQKNFFLNILKSEVLDKKESNKIQKKVGLFNWQSEKKKMIQYIK
RNVFFFVTLLTSLVSFSLLWIFFGFGIAFGTLFIYQGLLMILPISEVSIEKRLKLSFLLTGLLIGPLTTLIYTFICLDYI
FQQPFEEFQLIMGFGGNQTLISIAFIEYSISLAVNVLYLVLLYIAQKRYLQSSNHPSIILQIDNNVLYRSNLQGPNQDSR
NNQIDLQPIQDQSSHGSNVNSSNHFANSNNQFSQNMNRNFVRNVIVINNADFQNIINENQNENGHRMYSIFYDSQIRQYQ
QDQQDRNLSSLIEEEEEDSFYLNGQYYFRIIKIDDERQDTIKTTVCSRDAQSQDEGKECAICYEEFDKQKSVNDKRIISL
NCNHTFHATCIRNSVNSIGLKCPYCRQKITQKISKCKQPSQYNARYLQDFIAINE                         
>Tthe_XP_001023323                                                              
MDMKNMNIESKNKKLIINLPQQQIVIDQNGVQCSSLKNQQEQQQIHHVSQKNIQDNQNNSNQKMMNNFYHIQTNNNHKHN
VDQENNSRQIHNYTTKLKQNSANQNIIQKETIINESNQQQNGYYQKRECNQNQQTQSNNQLFIQNGQVRIKEQNQQSVIK
QQDIILQIHNDEEELYKKSSNPVFSRSSNIQQNNIGQKKDITPQQNVIKTIEKQQQIIFQNQQQQDQLQLNSQKTSKNEI
LKLARGIVQKALIQQNEINENPKQTYKLNQHDQNDIYCNNQGLSQENLGSKKQYFDEKKQPQKENIYQKQNKNLQTQAQF
QNQQFQWSDDQEESKQIDFPNQNIQGSKSTTDSQMYQNNQSLYSYLRKRENDNNMDINYQQFDKNQIQGYKKDFNIQREN
SQLSYQLTEENKNYNRDYFEEEEQEEDDNFEEEALEGKEDYVKQNQLYEYYSDEDSNKIVNEQLNRNANHNQLNFKCNLG
KNYSYNIVLDKGSLMQSEGFCQDEDLNEEMNNEENEYVEDQSDNDNEILDEEDIEQEEKQIQEDENSYEESDESNDYYEN
DQNDEMFYGMNIPPIPPLPDDLEFAYNMQEQQIYEEYEPNDQSFSENYGLTKAEIMSLPTIVYTTQSLRTKTVKQFSSQQ
DCSICLNNYQDKEILRVLPCEHRFHRACIDKWLLQNSKCVICKFDLLSNQNQDS                          
>Tthe_XP_001023300                                                              
MINNNNNNHNHNNNNQNQEKNINITNYQTNQQEIYNINLLQSQEKQTSIQFLQKEQNHFQTNSSLFDNQGQSFSQNCVTI
EKGQDKILINQQDKCLQTKMNSLNQNNFQILGLVESSCSDQIDTGKEIGSDTLVPAQNQYEEDDTQICDLLLKAQEYKEN
QELEQAEKIYFDVLQLQKQKYGFTSYQVASTYKKLASMFQKAKDYDASLKYYNEALNICKNQGGQSHSSREATCLISMSN
IFLLKENVEEAQQFVTRALHIYNTQVLEDEQMKPLLISQALRLKRKIDMHEKQKQYEERQIALSQEQTICSICLEDIQKN
KRVRQLNCGHIFHIKCIAQWLSLNCKCPYCRDILPKPH                                          
>Tthe_XP_001023058                                                              
MAISKLLTSVIIYLIALQFCLADYETLQMNQLDCSLSFACQYSFSNIDFTKYQSLVLEVELESSNIPIGSSLQILQDQMQ
LLLASPSQSLIKGNRAIFNIPINSQFNSKSLIFSYISNSLFPTSSTFKFNLNLQGILLNSIQSYPCPFNCSGINGVCSQF
DGQCSCLQNFKGIDCGLEGQPLTNLLDQEYKIYELKENESSVFYINNDISSQSNQDVYLSIYVKSSQCIDYTIYGGVFEL
KVANSGHICTFIDSPTNIKIQMSSQVSKYQNIIQFKNTNHFAASFELKFQQISSGYDTFLIDFSTQFGVIIITIISLISL
VLLILVFCVTRSILRHYQQKKIAQFQKEQKTIQIDTKIPNQKYSEIVSKYPNIREVTECVVCLDEFSDQSEVRLTPCFHI
FHNDCFNSFAHRGKSFCCPVCRRSLQDGEKEVFDYKLKMQASHTINEQHENKQPDNQSDNHSQATQHNQVLPKTAINSCH
NIDEASNFNKIEAPQVPQNQIEGAVIINIQNQTDQNLPEINQQDVQAD                                
>Tthe_XP_001022521                                                              
MFITLVEVYINECKTKYQTIIYQMDLNINKPCKHYDRGCLILAPCCNIWYPCRLCHNEKYSGPKGICSVETLDRYSITRI
KCLNCGLEQKPQSVCENPQCNHDLGKYFCDICKLFNNDTTKSMYHCDKCKMCRMGTKESNFHCDVCDICMSKTLEKNHKC
IEKKTEQDCPICLENLKISTKLWQQLQRCGHCIHTECLENYIKKSNNINCPYCGMSIYLQSENEKQRIQLYIDEIYSTMD
PKIKEELAGKTQILCNECGKKSYDVDFNVIAIKCPHCNCFNTKEIK                                  
>Tthe_XP_001022168                                                              



MFKCNSYQNQFKQTNKSWTDTLLQQNCCLLIENFHLRILNNLFSSTFDKLKSYLTEFLIILQIIQKTKKDSADYIHSFIH
QLESKNILMDISDKFLDIKNKLLRHSFQQEREEQQIITQLQAELNQNQEQNVQQIITLEGDKEFTIQNVPVENHASQLIK
KNSEIIAQNTDQDANSQLQELSSPTNEQKPDVENQQQFVSYEQFLNSVQAYNQQLLLEQQQLQSELGQQLATDSDLTNEE
QKENQDIDDQQHFRAEMQNFSTNSINKMVQLDKFQTEMIESLVKLKQQEFDNPLNELDGQFCMNLYSKLTYYQKLIITQF
FFKLAFILGTVFIGFRHFNLEQVGASLVLMYLFKNLAELYLTNKEMNILNEKIEDYSDLKQKLNQHKDCFQDHIDNIKNS
QVLLQKQIETQNEEALQLQQTYEPTNNVQQLLQLFDLQDLKKNILLKYKEEQNRQKTNQIIVQSLDAIKSLMQFLKRIKD
DDEFKRKQDEIFFLKQKVKQFQSFFFPQEDFLQQPQKQSMQKIKQALLRQQPLLLFLSYIMKIVIAALTLLNCMYLFTAE
SSSKLSSNFYITLWANLILDHIQIFALVFFVSVLLVVFLVILIFSRTKILIQRFKHQKKLKLRLQSLKKDKFVKSDNPDQ
VKECSICLNDYQNDETIVILNCDSKHIFHQQCIETWVKQKDECPLCRAVIFN                            
>Tthe_XP_001021953                                                              
MNAYLFYCKITQNRKCYFLKQEVPENYIHIATILDCKHSFCFECIKEWSQKKLQCPLCKTHFINVIISKRIYYEQTQQPQ
SPQITADATTAYQLDNNSSSFQKAYFDQETSISDDNKNISIEKSRNHKKQPKFKQKNFSGNFNKIQFISSKIKKNQLTSK
ETSYFFQFFLHCTKKLNFLETQQTNKQYHLKCKAYLIYTKFLQKISDSTACIYLLYFYSNIKQNHQRANPFGYSDEKRDK
LIFGHIRANLKFIFVIVVCNEHALNSEPFKYINQLKQTTNLIKCSLTKNYFFLNELLIEQEKIDKILPQLQQNVQNNQTL
QQNLHPDYIIQLIKELSNTDTSQQNQNQISNQAQLMLRLHLSNTRFQLLGYLYSSLFKSDFALGVGSHDPLYQPHNSQQI
EQNQLKILNQIPCQSWLQLNNILTSQLLEQTINQISFTAKFFNSQNPPSNYQSLETNLQLQQGQHQL             
>Tthe_XP_001021141                                                              
MCDRVVQYIYEIDSTVIGSSLSFDVTFKQNFQQGNQGNNYSQYVLFATSIIIENPVNFIIAQISSWEQNKTVNSNIIDLD
HNKYFVDRKDLRVVINLNDNNINNNIGKNLYFYLIDLGLVDKNIPLSDTQSIEQYYILRTQNSCLNNCNNQGICSLSTCN
CQEGKVGKDCSVNIQEIKQNFNKEYPLYNHPINYFFIDIQNLTNDYIQKSQIQFSADSKISLKILNLLDFSANLNQTLSM
LSSPILEKEKSSISFNLNELLQTYKNAKIIVFQVSSQNDASTVQIQVNSQQGQQQNNFTTFYICIGSISFGLVLIVVILM
QICKYKERQRKFFQGLARQQTIQNERNYYNEIQVQTKIHSNTQQQDVKKYLPSILFTEKIKAVYQVADFQCSVCLEEFVV
GKDQIKVTICNHIFHDACLDEWLTKFQNCPLCRQQHSLSIIKMYFDKNSKIDQKNSSSNISFENQPEIPNEQIANIDLKI
QNKQNIINQDKNIQHLNQQLNIDVSEIQNSLILKPLQITLNSPKFEKQQSYQTQQSLINSTPQKIFRQRSFMMINSPLYQ
NSKQLQNLDAQIMSRQSSFEKNNQQNHTFSTIYKASYCVSQKESQPIKV                               
>Tthe_XP_001021126                                                              
MSLGSDAQQTGLVACVIASQSDFISLSSVIKYLQTNEFDSDKKGSFQTFFIDYEGCSMQDQIQYIQIKPPHLNNSYMFQI
LNLSQSYQVFQVEIDIFFQSNSICLDQCSIDKYQNSQNTCHESLCQCSDNYIGQRCQVHVNKFSDGEQNIQVEVKGFSWV
FYELDLLKIQNEYTLTVNDLNQQIKYSIIESGLSSYQVPSLYQGINVIDQAGSYRLQNDIIQDYQAFASINKSQQLSFLI
SFYNPSNQTLMFSFQFSSQLNQDDSSDVCLIASAVSIPIIYRVVNNFYASKQDIIIPSQPAPVSPYNIHLVQAQLQKKNG
SLSKELIEKFMPAVFYADLLTKYQNLKEFSECMICLTDFEESNLCRMTVCYHLFHKNCLESWLELQDSCPFCRKELNKQT
LEENKLQSQENPYINRIVQSSNIQKTLSQDKNQEYPSFNDLGNRKNSQQFSEKTNFTSQENSHFLSQSPSSVSKNNKIDY
NQADSVIQDEQQDNNFFNVKNCNKSSEKEQENCSLRQSRIKISFLQQLEGDEVGIQSNPQQLNTLFCENFEKIKQQQNRI
SRLSIDNEEIMIEEPSKLNEEDSSCKAFSKKNNEFYIQQNSNQNEQSLIQKQSIESTQQSTFNKQMSIYQITQQDHSNRI
QINKSFSQLNKSEHIQQINQNQQRFIQHSAQFNPVNKQAKQLLNSKSNLEISQKKISIKFYKQSDSFCNQVQNQLASGSS
LIQRKFSINQLQNYYYQDYLATNIQLYLNQNVVQQNKKVPSFKFKPSQQKNNCFYPTFADQFEGKKQIERIQNFQVKQDK
ELLKNQNMTRGSFAKNALFLISLSLLHNKAQGDFLDYNKDKFYDCSGGKNYTEEQEQDILVLPYIDRIAFLIIPPFSMFI
SLLVIIIFIRFNQTRSFPGYISFALALTDMVLNISYFSQAIYVFSEGNSPKSSDAFCQLTAAFGVIALTCQYIYNLAFAV
IFQIKIRRSLKGYTNKQYYLHAFVLVVSVVISMVSMSLKQNGLNLFGLCSFSSSNKNTSFLNIIVLVAFNGIQWHTVYYL
KKVVPNMQLRENSIKIINHYSLYVVMSSITFMIFLISDFIESMNCGYIKEPDVNIFITIGNLARVFLPLFQGIIRLTDPE
IRQYCLYILAKMKMISMDPEQLQQLEERSRAQQMNQDSWVAELSKDLRISTVFTMLCSIYLDILEEDQKNSLGFKKLCME
DSQEIIQRVISNTVIVPIRMTTHSPILFRHIRDLDIDVIDFSKSLDVMKNQDQLMQAVGQADGGRSGEFFFFTHDNQLIL
KTLKEEELVPFKKNLYSYVEYMNQNQTSMISKIYGMYSFEAIKGDNQRINLLVMKNILCIPREYILRTYDLKGSKLGRQV
LVNGKDYEEALLRKRVLKENEFMKYEKKIYLQEKESVLVKQILERDSQFLAKLQYVDYSLLIFKLDYKQFRLDQIQTSKQ
LFQSFNCMKDVRNNGIYYHIGIIDYLQEYNYKKKIEHKLKEVRYGIQADASIQEPNYYSQRFIEQIVKKIF         
>Tthe_XP_001021019                                                              
MFKILVVALALIKFIIGQEDNFQISLNKNVSQQIKFYTQNHTIGFQVDWGQVEQTVIKNTVYELVIDANVTHFPSSEYQI
PFLCISNKTATSIVKQKDMIAPKVIADYCDFYSYRTNQGQYRIIFNSEQWFIEAQYYLSFLNITSLQIQTLDDFDKIPVG
NIKLNNNGTLLDNNYWIIDVNIGLYQVHTKQFGCNSQGEYNLTLQQCTCNPGFAGMFCEFIVEELSGDVTQNAIIQPYKY
QSYKFTYNNYYNLVIELNNTATFNYFFCDQTDTEDKLQRMFIQTFQYKSLKLQYKRKQQVVPLPYNETINCIYFWFKNDN
VQQLELEITMKEANQTFLDQFIQILISYLFYTLIGGVFFCGCSFCIVYFSSEVYKRWTKFMRRRQMEKQLPLMTYSQFKQ
NQNLHRNNDQNTCSICLGEYEDNDRIRVTCCRHVFHQECIEEWALKKNQCPFCREKIFIFLYNSMLELLKRNTDRNNQQI
NGAENEQNNSEEQNNSANEIQVNVQMATLNIQQDQPNSNRYQNLVETN                                
>Tthe_XP_001020519                                                              
MDAVELKQKKKGGKDKSALSKQGQSTGLLSHVNENVNMFSQLSAMFLANKAEKSDQVKKFLDKTEDKQVFQQHSYDPEIQ
QCLSQLNKKSQITKLKALNTLKELLQKQPEEFFEQFISTWTYLYKQFVNSEYDRKVFEESNNVLIIIISKNRKCLQAQFK
ELFPYWFIQMNDPSADVSQIANQAFDKMFPKEKQAQAFNLCMEKYILNLKYYLSITQKQIESENNNLSEHESQEIYDRLV
VSSLNSIARAIQLNKDSKDPNIFISQLEEELFAQGKKSILIELLSKKRIKVRAAVIEVLQVLMNTISQEVLEQNIEVIAK
NIMPLIDDKERQIQYSLWKGCLLTVLDKAPVAIIAKCDLKMIEVKSLEVLKKAASGIGKQFYQNIIIFLSKLPMAAFTSI
LNKESVQQQNKFNPEEYIKERFSFIKKFFESILAGFTHDEIKFFGDQLVQSYFECIYFIVLKRISVVLDKEEVKSLKNVQ
KQARNLIRDLICNILNIYLEQNIADNVMNPYKQIPNSLGQLINNFNTESINSNETDLFDEFVYEFSSIFSKTAKKDTTKY
NNYILLLQSIANLVNKNSVLFNKLDSAVQKMHEDLLNDLKGQIQPLMNDSHIEKILPICTQYKLYANLFNSSQQKSQKKQ



EQEQEEEQKSPEIQLGVFSNLVTQQTVASLETINFSVQSIIQNIKTITNPTSLEKFTTFISQIYYSWSESLDEQHPQYSS
FQQILKDIQNHIKMLNQVDPKALLHLQFILHFALPETSPTYFSQFCTHVNKIKPIDDILILRNLSALESAQSQKNRVHMC
TRLQNNQEYQTLAFGILSHIFGKMDRYLGVSLPLLVIIFKNYLNRDNKIKLISQIQANISKKRESIFNGEIQEKNTSRVI
DELELNYLFCIQIYKDLPKVIDQNFDHLQFFNDFFKFIYFCFEKKLKSRIQQAFKIFKYLINDQAALTRIIENATCIFKF
ELNTIFIDKKQTKFDTLLKLIVDTFSFLKSHKKKDEILQLTSTILEPQYFENIIFEQRNWRLLEALFEQITVSIDFNAYI
QKLFVSQNGFWLISNLISSQQIFAILNSIQLKKYFKDLANNFIKPLIHKQIEEEFETALQFLNYMMKLAIEKSLIYGNSL
KACLKQIMIDGIETHKQQQIFNDIVKTKLDQLFVLENIDLMVREGILIKNLLPLFQEQLEKDSGSIEDLLRKKVSEVCRM
NAQELTDNHKLSSLISLDILMASFYNDFYTTEGQQIQLTEYMLTNFEKFDSYNNYQNYYTSVFFTFINVVIEKIGIEPFS
TNLIAIENHFRKSIEYNAKPRKLSSNALISLLVFLRKIVNIIEGFSSDFKEFVIQNIMDTCLIKLTEFEQDQSQRNNIDN
NLIIDESNDVVIIEFAETISRFVTILNEYFDENLSYELLNCRYPSIQKSSFILLKQFYQAFSPKVDLTLKCQASDEDFED
KLLQNIYDQKMNVENLLKYLDVTNVILTEEEKQKHIAQIKKQQGIQSDDEVELQKEEKKTNQDNNSTNPQSEETDNINYL
NPFEEKEGKDADEDDEDESENQDIIDPKTYGHLLTWISFVNKLNSPETDENHELVKKALKIYLDENKFIYKNFLTVLFQW
IEYLEIPESQYKDTISIEDVQNVNPEWSDFLSKESLFQLLVQSLYIFSSKFPFFLRNWLENTAEKRFIKVAESLIKSFIS
NALYLKEVETIELSQIEWQSEEFNIYVLKKTREINAIYMKENQKLEINLKIPLEYPIKHIQTEVKRGMKVNLQKTNKWML
MMKSLLFNQNNTIKNALLMWKDNLDKELEGLEECAICYYVINSTSGELPKLPCKTCKKKFHSSCIHKWFKSSNKSECPLC
KSQFL                                                                           
>Tthe_XP_001018585                                                              
MDCENQIIEYTNQKNFQNNVQLIQKVKKRLCEKQYQATLGIGSLFYAFIGFIFKVSNNDMDDWNIPNYLFYTVLGYYLIY
CFYIIDQYLVISSVYDEISKQNVVSFSITIEVSLKDEFKKQNFNRNLLDKISFKNTKLHVFGFILFLLHLFYVILCLQND
TQAFIFLLIIFTGYYINIAVYFVVFIRNTFKFVKKQLKKQHIQPKTEHLTEETCCICLAQFQENDSIQQYSCCSNLFHQE
CIESWKQVKNSCPLCRCLI                                                             
>Tthe_XP_001018584                                                              
MENNTIQNGIHLECQFEVKIQQQIQMTQQKNSVLLKEVTERLQEKQYQATLGIGNIFYAVVGFIFQYQSESLLTLTIPNI
LFYLILIYYILYSYRVISQYLIIMNVHEEISKDNVLSFSIDLEINKESDIKKSFQNTLLDRITFNNTLYGLFGFSIFAFH
FIYIFFLCSDDSQSILFLAIIFTGYYINIFIYAVLLAISTIKKLIKRFKKVEKSETLCQSIIQNDQCCICMDSFKKGEVL
QQYSCCNNIFHTNCILNWKQVSNTCPLCRQNI                                                
>Tthe_XP_001018081                                                              
MNSFTNTTKKVIANNPNLQGQNGNQQIESYIQIEEEEEFQSDTGQSQQEHQDTDSRNYQQKIIFIEEQNNYASHQDSDSE
CEICYQEMTSSQHISIQCKDVFHKSCLQQYLNTQISNKKFPLNCPNFKCKQHVQYHDIKEILNDQDFQKYEMFQFQSYID
SHQEEFLWCLTPGCQYVFAKDDSQIQYICPVCEASYCMNCKQKYHSGLTCQQYQESIKFKELDQQFYQLAKSKNLKQCSK
CKMWIEKINGCYQMICRCGNQFCYKCGENFQKCRCQFFSQILNSNILFSDSQNQNSIQQNNGYRCQCLFCRRFSMFNEIE
SNLQISDRQQGQTQIQNTSNQIQNSNIQFNRDSYIQKHTQQNISTNQKQMAVTQSNPSNQSQNPPKPITYLNQSVTNSQN
NNQTLFQNLSYNIGNTFKRSIQQISNNNQNQMTVTQSKPNYQSQIPPKPITQLNQSVANSQNNNQSQFQNQNSKIDNQIK
SNIQKISNNNQNQMTGNQSNPSYQSQNPPKPLTYLNQSVNNSQNNNQTYYQNQNSKIENKFISNIQQISNNNQNQMAVTQ
SNPNYQSQNPPKPITYLNQSVANSQNKNQSQFQNSNSKIDNQIKSNIQQISSNNQNQMIGNQSNPSYASQNPPKLVTYLN
QGTIKSQNNNQTQSQNLNTNIDNKIKSNIQQISNNNQNQISVTQSNHSYQSQNPPKPITHLNQSAANSQNNNQITFNRKV
EEEDVIEVYLLNKLIKQKELIQKNEHSSFIGGIKQEEEFSSYIQYREESFDQNLEEFYSDNFASNYVDLEQQTN      
>Tthe_XP_001017095                                                              
MKTQSNKDSSKTSTASSNASQLDEILDNFFQANKFQAAKRPNFHGTQPHLDKLKTKSFEKSDVSSQSQYTQGISKQPNFT
SSQKDLKSSERTVASLNTKQTQNYFDSSSDDENIIEQFKPYSAAFYKQKVTPNVAPNSFAHTNNFKNKNNVLCTQSQDSN
TPILNDIRSASSNLNSQVDDLHLQQFNSRQNSLHNNPQINTFQRQNSQQLNSHNSCELQQSKSSKNNLISSSICGNNQKD
SQDKTTVGKDSVEKGCWSDSSKKKGLTYINSFQEKQIKNQNENYKLSANLQRSSSNHVQSMNQLLNKYRSESQGSMRNDV
FQASSLTTLGDRSNKSSLSKIQEDQTHEDENCQSHQSEYDFHPYEQRLKNSASVSISKSQQIKNQNQSLLQPKNIFNQNQ
TKHLAINQNESFGFESSNYFNNNNNLTQNRQNQINFGSNSQNNQLFLDQDKFFSSEKEQFKKYESLYSSQNKQNSNQIEE
SNSLFSENQQSKKFTLKKISPIQKFSTQPISNSYFQQKSNSNDNKNWNDQDDDDSDEDIEYLKKIAQNSQQKNLLGNSSQ
QALNKQIEGLTLFKSKSTPSPQRSSSLTNILNKFKCNKEHQLQILKQSSSNYNNQQKNVSEKTNLSKIFDDSEDSEEFDK
PKTQKKSQKKLFSQNSKKQKEQKKKNNNLNSKRRRLIQEEEDYSDDDDEYDSVNQFFEEEAKSDGIGEDDYDEEDDFIDN
RKKIYKNKKKNEMKDFDDDDEESEYDDFDAQDRSNNRNGCRKQLRKKICLEDYDENDFDDGFQGRKEKSIYLTEAKKKSK
EEYKQKANKENKKRVVDSDQSESERAISSSDKKDRRSSSRKQNRNKKFDFSESEGAVDENDDYEADSFINDDSYEGDQYE
DEDQINLHSPSNEEGEENAQSEKIFLSIADQKANRKKKKLVKGANLGQIDHFKCSVCQDYPQQTFFGEINCFHRFCFECI
ENWSKVANNCPECRQEFNQILKRNFDGTVNNAKPIKVHRKKQKVNEEDYIQEAQALQDQEDMAALGEAAEEEPVNQEPSY
CYICTKSDKENLLLICDVCDENYCHTFCDEKINSNRVPTDRWACHFCRY                               
>Tthe_XP_001016795                                                              
MLSDINKSQLQFFTGDIKINNIQKLNFKNFLTTILNQTYVYLNQIPDQITQDRLSGALLQIYLQYSPLIFLIQASIQFTQ
KYQGYQISLLSLQHLNIDIRRDTIDDCFKIQSLIVNIFFQILDSLSRQIQQQNSFQNFHNQQKYMNQNQADQPKGLQRKV
YEVPDCPICLDELVQDLACAPCGHVFHQLCIFQNFENSSTCPCCRKRMTRANITGMNYDLKCNDEAEEQIQAFYNSLSQN
ERQNVVEIMNKFENQTREFTSVKRHRDELVVMCREQQDKIQNLEKSDKELSSTYKKLVIKAEQLKQKAELEENKRKDLQS
LHDSDLETIQELKKNLSELRHIQILKEQMEQGGSNEHKVIEDIKKNKPIEEQAQKFYEMLRMKKGAFEELSQENKMLQSQ
IKQMQQEIESQKSEAKFKNNKLNEQNLLISRLQEKVKRLQEVMNNQKKLFQDKLTNLKSQINQNQNIFMSSHSNNNNKQS
GMINLDEENSNFSIFSIEDQKLNKNSSSLSSNDLASIQNPFYIQDQKNKMVSEDDQIQQTRQYSMNNNREKKETALESMI
SQSQDSIGFLKESLSKENSSNNININEVDNQIKKRTFEYNLENQLKKTPKYEQSKLFQTNQQASEAPAFLKKTSGQGLFG
IAMNKNSLLNKSQQTKQTQNCADQSTNQKKTSITSINDFFQRGKKK                                  



>Tthe_XP_001016444                                                              
MDNFNIIQNLQLPPLLCYSFDQDPNIINSNNQIDITKCNGFNFNQFTRVNGMYSLTINTQNQSFKDIRLLFFISGAQVSY
SLTARAQYSGAVQQQCAFDCQNPYTQISRGTCSNAVCTCNVGFVDEDCSTEAILITDKSQKKPIDGKQMYYYYYLPSQPI
QSLNSASDLTIQINLLSNNPPIDMFVSIQGVDPKKIIPTSDIYLMHTQISSSSYTLTLKGSGQYDNSGNPKYTVFGFTII
NQGSSPSNIIQISISSSSGDISNTNLLIIYFLVGIVALLFLIWIILTIIKIRYARRNQILDLTMAQAQVNAAQQRVQQRR
GQSNKLTIEIIDEFLPALSFEDIKKKAQDKGKTLNDSCAVCLCEFENSDICRETICNHYFHKDCLEQWLKKQENCPFCRT
DLQKNSLIKHFNQIKMASEQSSERNQGDNAANANVANNNNIINESQPLRNQANNQSVQPSNVNLVRNNAVNQSQSYQVNN
QDIQQNGIQRRNQNQLSVMQRNPSQRGLQISQPQNNNQGNNINIVNQSNNNDLQIQNLQ                     
>Tthe_XP_001015863                                                              
MQRQPNIQFFKSIKAAILVALIALTANIKQCLSQETDTLGNNDYQLIRINNLYEIQQNQTALTIKLNLTLDNFFIQNYIV
IDVILVSELEQPSKFVACLNFAEDPLLKDQYINGGYYTCDQTDIFSTEKQKQQHLLVISIEDPLYQTNRFPFLTFFYQQN
TPQRNNTIISQNKLVRYDVFAYNFNQFPCHNNCNGKNGYCNGKDGTCTCKENYMDEDCGIFLQPLTLFDNNDSNNLMIQS
YKAYFYKIQMNNLLKKAQNNHIYFHFKKYNLRSVLDIQIFNNTKELPSNEDKYAKFKMQIDEFSIKNVEYFCQNLPLNQN
LTSLEQNNQTMVQDDQNMTQECFIILKVRQIRKLESTILQVSVQIQQDQITDQKNEQNKEKQVEKESASIIKIILKAYSN
KNIKDQNKNIPKIIVQTQVPPKKKSVSQIIKEVNNKIQIEQKKKTIFYKKRLLQYFLMPVQQYENTSSDKELKNNYNKDQ
KEKEKSNNFDISIELYIQKQYENIENLDESIGNSCKNQDKQQMIDKNRHEKKKCQQNEKEDVKDCQNNQTSIDQKLQDQN
IPTTLQVNNSKNKQCCSLCLVEFVKGQKLRITICSHYFHSQCLEEWLESNENCPLCRQSFEIMDMIDYISVQLYSKVNNQ
QSKQAIGASRNYVNSRLQQEQEKISQLSNREFLTIFKEYIPDFSSQIEYADQYQLPNLNKKSWNKNKFQKYLNKKTNQEI
IDLQVQNSNQNEEKQQTDDNDNFQENQEKITENENRPSNYSPANVIFSKQRASLNQDKLGQYSASLAKSCLKIESKQKKL
SNSQGLIPSSSNLSDVNKIKEKLSSFNFQQQKFMYKTNVTQELLKENQDNIHTRMTSIGLESQPNYLIKQSTYLLQNDGS
SQIASPMSQNTMNFRAFMSKQPSFYDIKADTSSPEFSEEDSANNFQNFLKNPQQSFGEKLMDEIEESPNIIQKPSSLKNI
NYQLRQNSPKNTTSLRKIEINQNKIQLNFYKKPKGYQNIA                                        
>Tthe_XP_001014888                                                              
MVRRGSSNLAPTFLILLLMICCIFGQGQNTFFSQDQNIPYQIDISSSKGQQFLELTFTNNFIQLNQSKDTFLCFLVTKDK
VSIIDQQSIYSIDQLSSIDFQNCLLQLDQTVLVELDPAIKQVYINPIFIDELKQINFSRLVPIETQFNANFIKKDGLCPE
VCNGATCNSLSEPSFNLQNVCQTCPNYYIGQYCQLNYQIYQINNQYQFTFSSKRWKFIRVQVNVPTKLNANYHIIRFKSN
QEDASYPIIGFDNSQVRNSSSTLDESLTKEYISSVVQQSSIASQNINNQTYEIVFYINLFNNGYQDFNVEFAFYDDQSYQ
KYQLQYMNLFDLPSWVFYLMMGFAILFFIAILCLVKALVKRYQDEQSQRALLNRRNLEKLNPEIVESHIPKYTFKHIFKA
VKKRRDEILKECQQEQAVPSQPRSPEEEEKRRQEQEEMCRKVQERCENILGNGECGICLCNFEYEDECRLTICDHIFHIA
CFDPWLYKNQNCPYCRTPITEAALKEWKLKTIKYYPLDQSLGSVATIDSKKLNKSDIDQEKSKLPKDNQQDELKHNEQEN
CKKDKTYDGDVFSADLVKKDIINLKVEKKPIYFHTLSLQSLKQAESPQHQRDVRINKKHATVKLTKDTIQTLEMYFNKSQ
NQDQNKKSENDVQRKKEKASTFVNPANQNYYNNEPKSAHLAKIMRGHEHVYQDTYATVNQNSPETFIQPFKPVFDFKQNL
NNINEIDSSEASTRIRQDSHIYSLNEPFSHNKLFQNHDSSNKLGNNLNYNLNLQDSILKIGMIESPRVEQVHDKQSKSSK
FKLTQRGLESNQDLQSIIDLDNEEKDNYQSNNKLQIENKIGQVEHLIDQQQQKNQQQNININLKKQQSANLDFRHTNFFH
NREQDKQEQDQIEYEINFIKSKSQKSQTLTSFSPVKLFDKNKGSTTKSNNNIDNLKFN                      
>Tthe_XP_001014819                                                              
MNYYRANDRITFKNNIFNGDDDEEEETKDSTEQSEATNNQLSVFTSNEDKQNSDFNQQDQNGKYKSKKGGEEDEEDDDYQ
TIDDDEAVNYDSNNQQYPSQSNPRSNSEIINESDSLQNQQNQQRSHEGNTLPPRLQSLFPDINQNMISLASPNLNHSRIL
LTLPFRSRNGFGLSLLDQLNNASQRPRSNRTRRDINSWRQRQNHHQYADIFNDHHSNPLEIQSTESIQTQIKQLTCARIS
SILIYFFLLYFMRNQNMIFIFVATIILLIIQFYIHIKKKQLVQSRGSQIHENRYFSYRLSDSNNNQINENNQVFENNFDL
YDRFPRRAVRSRGLENYIRELNHVLLINTFFSIINQIQQPAAVGYNDQQLNQIGGTYKYSQLKMQLKLEKNQNVDHEQAN
ADTQDLEEDDNQCVVCLEKFCNDVDVRILKCQHYFHQSCVDEWLKKKMECPVCRQCPFNVEAFTEDVSSNAEPNQSNQHN
FISPIQIIPSIRTSPFTHQYQIRSNRRPNIEPSLNF                                            
>Tthe_XP_001014738                                                              
MNAKKKQEKIDMTYINAAALQDHYLRSVNINLKPTQGVNNNRIIKNLKKSQNNRVLQNSAQQILQWGRQHLEEQAQQQEQ
IQTNQINSTYNSQGFQNNNIHTLSSINSQRIQSENQIGNSHRNNIENINLRQNSMQEGISSNNLNSQSSEQRKNSSQGQR
NNKYIRIGHQKIQLNPIDLGKKEKKQFLPPLPHEIDQIRIKEEEKNDKVKMNSYLNKLTLAQRLGIVPAPPKPLTREDWI
TIEEQSKKRDEGQCPICLEDFKDQGQIILSCSHVFHKQCLESFEKHNKVKTCPICRKQHYDKKHWDDGYKKYIIRCAILI
QKRWRGGKARYEFFTDLLNKKYKATSARLRRKILGYKLGKFNSKITTAIEQNSKNTQKVVKQFDENIKKKIEEMYSQMYE
IQQLKTKNEKNLNEFLGNEAQIALQNHPDYEKVMDAELNGQRRLKQKIISESEWNEIKNKAINRCDKDCAICFNNLYLND
HLQEENTHVHSEDKQCCSQPNNQKQKKGLYILSCTHIFHANCLTAFERYNLQENQVCPICRSQYQKQHFIFKK       
>Tthe_XP_001014457                                                              
MYRNINLQKRDKLDLYDTRDQSHPFNTFYEPATAIFLEKKMHRFFLVSWISRYHASYYWGHGFWQNNLNLQNITTNQLSK
TQIFQQQQKVYQEVDFNRFYHSSDFRGDLCGRLQLSEKTYAYFFDPINAGMIAMCVNQCPQQDQIDYCFYDVDGKTILQD
YCFSSYTSNTYQNRYCLPLTNNQQRKAILASLDGYFYTWKNIAHDIYVAKDIVFSGLVQVSSQCASGQSDSSCLNRYILY
AFLGAILITYGLIVIVMASGKRQVLTAPTAFPNPLYVDLVTKDYVFYLIPLLLVLLLIFLETFFLFQKFCYSFAVQVWYF
SRQKSILDVISFRKINILIKNFLIQPKRPSTRGIIFCFAKHLGTCVKGACIIIITWPFRSLLRRLKAKLKQVKEDNRDSK
WLQCWLFTCTPFFHFFEYYSKYQSSTSIMHTALYGLGWSDSAEKTYYLFQRNLSRTERFSELFGYHRLIGSICASCCAFF
FIYLFSVDKTQNLLGQSMDYLFLPYAVAGITVFFGFYLPQNFCMSFDVVIEAMIFSLTADEEMFLGRERFCEDFILDYLN
SITKETQKKGLVAVARRDQQDQKLADDENLGMIFFFIIDNLKPKEEPIAVKEIIPEPESSSSSEEEDVNAVDLFAQEQRE
DEEERRSQYTEPEQPEPVVPELPPPPVEETFQFKKLDLNDIKNEQRESDDDEVHEDFGIVSKKKNVQYDDEEDNDDIILD
QQDQLCIINQVYQEQDFYQIIDDNELELIDEQQTQIAEDIDQSEQFVKEYLNKIIQKIKKICKGKKYESVDDGVYEGDLE



KKQLCLVQKLARPIENGQIYYESTDSDKQITTYIVFPKSDFVQKDIALDSFNKKKITEDLSSESIDNYIIISCFVQEFQL
KECHLDEIIIFLNQYNSQQSKYNYYYDQKKNIIYSQFKIYIYENKVIHYLLQAMDITSLMQFVLLDFRTFILFGNKSYDG
IFIMSRSCAYTSKIPSGFKELIDQAQDLKLFQVSENGPSQFIFKDEEGEKFRIQIGYTISCTCQQQRINNQCVHTVFVLS
KKFRVNQENPIIWQGSYTDQETEDIINLKYMQKRNNAAGNNSQSRQSYLLARQGTQKIDQALRNAKQQLRQPLDEESICP
ICQEDMKNDQPLTYCRKKCGNNFHIKCLRVWIDHKLSSGDKITCPMCRCDMTNGIFDEIRIDEDQFNIKYVTHFGKICGG
CNKKNILGNLYHCLFCDNLDLCHYCYDSMQHPVHQKFLLKKKKDCEWEIAPQRIKKPQFGNLNILKTGIDTISHRQLDLK
PTQIYSNLNDYFVSCFSLFKDINQELQLQSGLSIIGQEMNKSKNNCSLCNQVDNHGLMRKLSCGHGIDSLCLKQLISQNE
IECPTCKVPILKGYVSAFQLKNKKTIQNEQSQDKQTNNKEQETNQSKGQQKKSNTFKQKTLDKFKTSQSTKENNLDLALT
GNLLMPISNQQNNIISALEVNGEKKSMVEIEQEGLSQNTKRSSNFRIKKTTHVTKPPNNRQPQVIKNDLNNRIREQKENL
QQQIQQGEFQLIGKEIFNKKSKNDEDSTIRGNTFNQQIRRNSYKQQNNNEYSATQCLGQQNQQNFISNQFQYEQSSNLNL
YEQEQGDFNDQDEKIFQQEEKFNYNENQLKQNNCLDNQNPQYSHQLDNDNYGEEEEEEKEECKENYLQYQYEISGKQEYQ
VAENSQIKQNHEHDSCLLEDEDEEFQRQLIEQYEKQFGGVNDLQNVQQETTLTRVNDDLSDQLISQQEKYFDQLQNNDNQ
IQNNERISSYSLSHQNTTAISSNTNIQSLMNEQQEYETYIYQNNNEQENLTIRGNTIEKANTLNSRGIKYDREQIKVVKQ
GGNLNQKIRVSKSQRINQQKHGQQIKVPIVLQNQFEIVGQSSKPQARINERINGNHDLII                    
>Tthe_XP_001014056                                                              
MHKIIKISIFICILNYLKLGFCQLENSSFTNQFQSIALSPSELQDNIYYAQIFNKFSSNNQFSFIYSLFQPNDVFYELII
DSQYTYFAYLLVKDYNDKVQLFKFKSFMQYYYLNHTSSNFKEIQLVFEIIKDSKYLSKPDYVQEESFQLRQIKIDHQNYC
PFQCFNNGSCRNNNICQCKNEYQAEFFCYFQLMNKSIKMNKILFIPDQQNKNLEENFQNLKQFIHPKKETIYQLLLLNSE
NIDKNQLENINLQKSSFFIQFQYKKKQNNNNNNKSIIVFNEKYIEQTFLTEEDMGNGIYQSNYKVNIWNVILRKQEKLIL
VAIFSFDQDIINVKVALKIQQDKVFDLLCFFGFLLIIYKFVKYCQEKFQQNLNNNLQQNQSMQSRNRQQIKSLQDEALDT
LIYNQLQSCKAIEMVETQQNQQECSICLEQYQAQDEVYKLQCGHIFHKNCINLWFKKKNYCPIDRIKILHHNSIVACS  
>Tthe_XP_001013694                                                              
MQEYQTERINQLEALKIDQECSNLLKDGLVKAFQYFNPQTVNKYIPEFNLIVDFIYFRETVNKNNNLPGNQLQNVKYTAS
DLLENGNLSNKRKIIFFLVKVVGTYAINKLHNLITLRNISNNGNNDQEESKFYKILKKILDVGEKIYKVLNLANFVSFLI
NGKYRSIEERICGIQMGYINSQVVRYLDFELINRTIIWGIISDFVKFALPLANNMRLFKMVSNLFMFTTFLGSISNDASQ
DIADVKCGVCEDSQMTMPRQINNCKHIFCYYCITSYLQSKAGQQNIKCPQCDAIYDKLEIVTN                 
>Tthe_XP_001013134                                                              
MLSRFQSQQQNPQNNQQDNNISFISYENERVAVRRNFLENLKVSLHESFVTNIGLVCLSSLKITAIILVFILEKIPKLEN
GNQDFQINEKQLQGVYEIKLWLIFMIAYDGLNIFYLFYTIYIIGKYNKAAYRRGQGENSLQDGQIIYNDQQSSAYLQTNQ
MIQSQISLDMEQNLYQNGQNDMINEPLNEYYYQQYSSPLSINHQINFLELASNRNKLFQLVPLPLLSTLMACGTSNINFI
LGLQQIFLILKQKGYFSFGIQILLLLSICLCFPLTLFLYVLMRNRTNSSIPANNEIIKRLQPQKYKDKINNSEFDTQKEC
CICLVDYQSDDLIISLPCSKLHHYHYDCVVKWLNISGVCPICKKPLEQYVQELEEVKQNYQFY                 
>Tthe_XP_001012341                                                              
MECPMCYILYDEKKHIPRNLPCGHTFCELCLQQILQPKGFIECPSCRKKLSPDVRPESLSKNFIALDLALKQHQLQSKLQ
LCDTHQEFQLFFCEDCQEHLCTQCIINHSGHKFVKQEHSVSLLKERLQKAKDQLNDIMDTVNSAIQNATEIKTYQEKYLK
EQLQLIDSEFDSLIEKINQKRESFKKEYSHIYMEYIQSLELDIVLHQSVSDQFIANSNTIQETEKLLEQTKVIKNDQLVN
KISEIEDQIKKQIKESTISQEKQEFEIPSIVFGSDIYKSISSIAYLDVYQPKICFVGNKNKLIILDLKKFEWKKYNLEGV
KFLGYSSAVTLRNDNLLLMGGGNSDQVYEISIQNDLQVIKRQQMPIARKEHCSVVLNDGSVMIMGGYNMEAQKMLNSCYL
YIPKIDQWSELAPMKIPKCAFAASLCSYGKYVYTFGGYDSQKRLNDIEKYTISTNTWEIINFKLPKHLSNCAAIHHPRYA
SKDCIYILGGGHDEGFLKEVYKFTTSPEHKIEVIAEMENGKDLRNKVVLSKHHLYTIGGNGYKCERLNLISKVWDTLPSY
YPNVVDNLDSWACALTYTNQSADDMLSSSIMLDDPNIKSIKSNQSQSYQQQNEYNFYRNRAQFLQYQNVNEQINPYVLQN
NVSFANNIGYDQDDHHEQREDNILNYSFNQNHSQFREELQSSSNFYNYRYNFMMD                         
>Tthe_XP_001012335                                                              
MEAQEFNNQIYSKKCQAKEIYYIEDIIQLINYYHFALMRQLRNQRSQQDQGFSFQSNPLPSNNKFDKNQEESKCEQYCMS
QRDIEGFNTDLNIFTAKYKVYENVDFSSPSFYKKKHILSDVQEKENEFLNQISDQKSQHSYGNNLDEYNIVKSSYSLNSH
NSQKQQNQVYESERKPIFGPFTITQKEIFSNHNSKSKNQEQKSLYESIEYTRRNPFSFEKNQIQDNQISEIKNVPKKREM
SVEQEYGQVVNKTKYNQTNKQQLNNNDFDFSDHKDKSHKNVFDDNQEYFGFKNMNQENKIYETPNNFEQKRKGKYRARII
DSSSAKQQNFNQNSNQSCTFKNLNKQIDLNNIIQNPSSKRRLTRSTNILHESFQKQIFQRQESLNQNKRMRNSNNKNEMK
DERNQTCINKTKQEESKKLKKLVKNKRKSEGKNESLTQKQNLMSQQLKNCAICLGIPEDSIYGVVQCQHEFCIDCILQWS
EVTNLCPMCRAEFSKIQKKNYNDLDYQEVITVEPKKQRINDDDEFYWEEVDSFLDDDGLDEVCYICETNQDENKLIICDH
CGFRICHTYCDDELLDDQVPLEDWFCHECRQRSELFD                                           
>Tthe_XP_001011216                                                              
MNFLPLISSAAGGSSDDDDNSWCPNLTFTQRLIGFGCCTALGINKFCQIFRNQKCWWIQAMSFASILGVVTGNPYKFAIA
FTIGNLITILATCFLIGFTNQFKKMMELDRRVTSIVYISAMAATLLIAFLTHSALLVFICIVVEICAYIWYTASYIPYGR
QCLTNLMYIAKSCYIEVYSYYQIVLVCLLLIEFYIDILCIKVINQYIIIFNWESSKSNEEKYDQLKNFKVRQVIYKLVNK
NQTTDILPLTVIHHKKMVVGAFALVFFTQFYFATNYLEFQCYFSFEPIVMNITFWILYLVIIVLTKFQIIYLCCQNNQKN
KLENNFNTNSLVNQQSQALSVEQLEEQWKLRSTTEKVVFNKKKSQSIYQNKQNQQQNNQAWSAQQLDQKLQVNIVNNENQ
QLNLKPLSQNDVGCLNSNIHVESHIIILQNEEKKSSIPQEKEVVVQSSNQTLEESIEYETCQICLVELQDGEIGREMKCC
KKIFHKECCLQWFNTKETCPNCRSLPLLSF                                                  
>Tthe_XP_001011092                                                              
MDIWGKLTSINRKSLNLTEYLDQDTIKVGRSENNQIVIDHPKISKVHCILTRQDDGVYIEDKSSNGTYIQNNLIGKDQKV
KVSTGDIIYLLRKDKVKAQCEDIGMVYSTVNIQPMQTEPEEQFNNEVDKIKEKLKKERELKQKIDKEIIEQHNCSICQDL



IYDYVQLDCCIHGFCGGCLSEYLQSNQTCPDCRQQINFAFKNPKTNSTIEALRKTSQIKRYPEEYEELDLKNVITSSQTS
VDELIKLFKRKTQTSAYQSKLSEILEKQQKRINGQIDSDYSYQSENEDEEDLKIKPEECPECKIARMDDSFKCKDSQKHQ
KCTGCKRMFPDRPERQDQRCVVCKDPYCGLYLGVCKNNLTNQKKTGKYLAQFNDFKAPQNIAQNIFRANKVELQIFNDFL
RQNNLTNQSMLDEMKSKFISQNNFFLEKSKSILSNYNDKPTNIQINLETPVCSECFPVIWHQIVFRYRIYIKNKLPARYC
QRPNCHWGINCTTQITKQSHAETYDHVCEQTRFA                                              
>Tthe_XP_001010718                                                              
MLQNIVFYFRYILIILNQQINNIVNCDSEPQNLYLDTTYQITQNQTAENFQINIFSVDPRFNYLIIQIDVISPMYPVYKF
VACLNFNQNNLDQQSQQYTELNACQFIDTLATQQQLSQHLLIIQTNYSDYSTRTPTFLTILYTQKFNDNTVQNLQSLHQI
QYNVKIYQDYLYPCHKNCNQQGYCDNQLGKCTCESQFYGIDCSVQLNALNISETQNITISSMEQRYFILQFEDALTKSNG
KSTQICLQNLNELPSIFNNNISQKIQTNEIITILSLEQKCNEYQTYKSFSNNYQLKSCFAVISIQQSISDEPTMLSISAQ
YSQQTIIKMRKRRASTQNRLNQNLQRPNNEYFQIKVDVTKAKILFLQEAFMPIVQYDSFKKQNEINIIQIRQDNQMIKKE
QNQNEQNFTENMFIIKDRIEGDQQQNIGKDRQNQDKNSKDQNTKEDIQVDKDNTNNCSICLVEIVTQDELRLTICRHLFH
SNCLISWISQNDSCPLCRQSFAIIDIIDYLITQKINQNATKEQVADIQSQKDKILEVLSNEKNKQLTISDFELLNIFKYF
LPFETLQKYQLIQKQSNQQCNNEAENKYQEQISVFEQFKNRKKCSIYFDNTTFDQSPTSMLMSNHLSQQFRNNFQTANQT
ESLIQERRVLFKSWYLINHGKQKKGQKYD                                                   
>Tthe_XP_001010715                                                              
MIDNRSLIQNQQSGDLQLNELGEVAIQQSAYTRLDLMIQKAKKEAYIINLILGFICISKITATTICFQTNDTSFSPLLLW
VYLMLIYDITYLLHLVGATIAVARCSEEDLLYGDPDQEEISDTNLQSFIFQQFLLSCRPINGLKLQENAEKKFINNLRYG
EFCRLFYMILFIYGNVIFCADAICSPDRDEIYYYLTVVYLIFGYIYLSIPLLLCLFWPFIAIYTYCSDIWSEVSQRPPVR
QDNLNKLTIQCYKEIEQPVEKDCTICFMQYEPDDKLVVMPCNKLHYFHEECVKKWLERNGNCPMCRVYVDNAFEIENP  
>Tthe_XP_001010654                                                              
MVIVKFFNKQTEFNLNLVICILDLIICQEEHDQPIKRDQVAKIFSLHNTLLDLHFGQQVIVPLNFQNTKYSIQKNQENGI
LIDELEFVLVEVKVDSNNLYQVYYREVGSFEQEQFQSIDGVHFFKFINLKNRTIEIVLRNIEYEIQYQSFLSKKIDFHNV
NSIIQFQVEVISLQQVVCPFDCFGNGSCQQNGQCLCQEGYSQQFYCQTQIKDQAVQFDIQTRIFDQTQTNEIELIMNEDW
VFQTINVLFDQYIQNQIESSISSHMKPLSVSIIIEYQKQDQSPNHKLILLDMNTSFRILQKEKTLGNRFITTIDVLYQDF
QAKSLSNNKNSYPFIIGHKGCKSIDLVVKFNYLSQAGISEIFTLTFVIIFSVIFVYIFALILRRRKPSFFSQDIQSIMQM
NLDQSEIQLNIEQINQQIQSQMPTFLYTLPTNNNLNGTHYECFICLNKYQDLDECRMTKCGHVFHKNCVDAWLQKSLVCP
VDRVNLQVKC                                                                      
>Tthe_XP_001010653                                                              
MSLLSVQALDQQDEQENQPYIVIQSTIQLDYYSYYYTIPLDLDALKSYQTNHFSFQDETLLTKNQLSQYFVGNIAIEFQV
DSDIEFSTFLYTTNYSNKTSLRLFKNVHNNNHLKINRNSDQKLEIILQRIKEQETDNDDEEEITGTYKEEQKNNQTQNNK
QFPTHLNYTLKIINLNQSQKYCPYNCYGNGECQADGMCQCNEGFSPIFYCMIEVKDLKLDFEEISDLQISEIQNSPRQNK
LGQSQNNNLFQMNYARLQINNIEDFKNQVLYKQQFYGVPNEILISFYYIKNYTDNQPSIQILDDHNYFKVLETEEKIDDG
ENRFVSTFQIINLDYYKFLVDQDTQGQLITFAYNKNLNNFQIEIQVLYDDFKLLYESIQILVIALLSILLFIFLAITLKK
NDNQESQIRQLSIRQINELTYLKRSHQQNIDIQSIMKNQMISFVYDLQSSKNQENGTHAECFICLSAYEESDELCKTKCG
HVFHKNCIQAWVSKNQVCPIDRNCIFDGKPISKEQVNQLNN                                       
>Tthe_XP_001010038                                                              
MIKKDDYQQNQIFKLNCQCCFFCHHACLREQILQNKDKFESLEKVEQLLNECIQCDQGCASNLVNIQMIRQALSTKEVQM
YQFEYFEAQQQKEKKYQQILELEKQNQVIEFQCAICLEEIDLNQNGYILKCGCKFCRSCLKDSIQNSLKENINLELENIF
CPNGDCKKVLDFDDITFILQEDKEMIEKLEQKNIKSMFERMKRENPNSMEELIVCPGKYKIQKGSEKVIYIPKEQIEKQR
QGSANIPLEDNEIIVDCNFTFIQDRSEKKLRHKCTKCKYEFCLNNCDSTHDGFSCENYQKWKMENNKDYRKELEAQGFKF
CPNCSILTQRTGGCNRIICTNCKISYCYLCYFSAKTESEVYGHLNKVHGGYFTNA                         
>Tthe_XP_001010022                                                              
MNKKFSIFAQLLVLVGLYFFVNEVKNNFQNDISYILTRAFMLNTLISAFLFFQKKQRDFFFDDDDILFYNIQGYNYFHLF
WLLNILLNIAMIVNNFSRKLFVLTDSTEDWIYVFSMFFSTYIHYSLHYQVVSFTQMFSQTSTACIFHFLHYSNSFISFLS
YLVINQLSYSDNQYKLLQKLLFQLVFCKFFIILSMPLAGDIGKVCYSVMLLLEIKSSLQDIDNNLIDQSKQSQQNNSTNN
SLYNNNNTQKTQFLLILAAITFSILCFSMYKVYKAWKYLELYNIFSDRNLGHNPQRRAVDISSNNIRQRAKSTDGLNEVE
LQTLKKTQFEAIQLEPKQSQPSQTCSICFLEIENKSSIYELECKHMFHSECLDTWLKNKNSCPNCRSKVIQRSQLVIQSL
EDSDISISTNSNTNNNDQLFQQIMRQNGDLIDQQIIQIGHSDIHNQNENQEEGQIYNPQPSIGNIVDADEENHIHHIPRT
SDNLQYSSQQYLQAAHY                                                               
>Tthe_XP_001009386                                                              
MISSQQQPIQSQQQQQQLNSFQRQPINSIHRAMNGQIQSANRPNQAQNQFLYQKNLHQNQAQPNKRIKTIKKPSLMARAG
RNVVEERKNSFPTQSSEQPKYIPQNGQLILNGVNRGNNNPQVNLASTSQTSYLSTNNTLILGNNNSNNMNSNLNQSRRVS
NTINGQINKHFEKKHGYDKKINQIGNYQGGNPSNHFYQGSSQPCVQCGQNGCNSVCGLSVVGQQIQNGGNNSILGNNSNV
VSYNQPQDSQRMRFQASAQNILNQSGLQKIQSNNQSNNSNIASQSSSSCFSNQQQNNIQNRQHSNQISIHSSNNFLENSQ
QLQQSQNYLNQNNSNRNKRNSNVANGRNNNIRNIPIQELININQNQIQLNNHVMDMSFSNKESQYHTLTSNVNDQFNQQN
DSPLQILASNRHQRVRQAAAQIENANNQRANSNNQNNQHTNNTGRARNPQTIRSFSNKNNNNNNINQNQNRQNGNQNFQG
PQNENQTHQQNQYSDLQIIGISTEGNQTSNQYNQNRQQQPTQQSQQSHHNISHRHNSLQNENIRRNSMQQPSSNGQLQNN
NIQFNQAFNNSSASNLNDHNRQNQQHQARYRITVRPNNSNNQANYQQQQNRQSQQQSLSETLNEFSQIQNGNTYNQYMNQ
TGMSHIQMVNNEYLNLNVNSLAQSTTSDFFGNTNNGYNQFLNSLNQSIIERYNYDFDSQNNNNEVEIEDDEDNNNNQIIQ
NIEEDDQNDNEEQKQEDYEDYTSQYDQKQINNNPQNNNHLNFNLQNVNLNNNILRRISNNQQQQQQINHQHLLSQNAQNQ
STNNNSNYGYDIFSNEENHSYNQSQMNHFLPNIYYPNNQSSQQNNINRRQYERTQHAEPHTILRQNGRRNRRRWNQQLSR



NQNQGNSNQQRQSNEGSQQIAGSNSNLNSMQAYIGQNEFNNNILNNFIEYQSDYQDYNEDSEQESYIYGEEEEKQSFERY
NFNSHMFDNGYLFQQYQEEDSQDQQEENYDSQYLQNTENNINFEEDIDSYDNNEEQDEDDDNQDDDDEEEDDDDDDDNDN
DDDDDNEIDIDNQMYENSSQISLPDPRFFDEFARNLMRDILNRHELNSLISRHIYSFQIDSEALQQEESNQVPGMNQEEI
DKMKTTFHTSNKTHKTCAICLNDFDEGEKVKELNCEHRFHISCVDDWLKIKGSCPLCRQNLVQVNSDQQNEDNQDLQVDV
SY                                                                              
>Tthe_XP_001009383                                                              
MDFGDFENQQFVNYLNSQDSEYISQVMRNEIQQLNIRRQEQEQLSQNVNWRSMLAAKELLDDDNNYRLPIGLTFFSLVRI
IFTLFALSYSKERSQFISIFTSVGLFKDLLQIFYNYFLFRQIQNLKKQLYSHQFTYELLEFLNEIENKDFSIKYKSSLVF
NSILKTNSFLRYFERVIKVFSWALFLYSIFMIAFTDVLKDVSGISIPLIVLFTFNNYCIITVVMILFFYSVFFNILTLFR
NIANVFKIKLNKYKIEKLIQKLPCQEYEKIKDKASITCCAVCLVDYTSGDKVLQLNCSTQHHFHKECILQWLDIKPNCPI
CRKLVFESAQNPTHQPTVNSQTNNNISTQQLQQLINNDNQQSQQEESQIQSFSHILCNDQQNELLQDNEATRQKSKSDSS
TPSAQNFQKIIEFIQQLKQNQQFLNDMRTQSPNQQIVDMIEENLSQQELSAETQQC                        
>Tthe_XP_001009228                                                              
MINQQVRQSSQRAFIIQISPRDGSHFNPLSIPVPVTYNLSMANLPTSLDIENHGGNNNNSNNNRDGNVFLIQFQGNNTNY
RHGLQFVHNQIRNNLEFYRNQSRQITINQQTFLVKPYYERDMFQDQSNNIILQQLQDNHGVYINQLQFASLLSLGQQIND
KINTDISTQIFFMMIQTLCMIPSICYFSLANNLFSHNIASDIYVLLIMISNLLIIINRYFLYVKLKLVYNEIDFENYKTP
QVILFLIHLRDQIGLKSINTLTRQQIQDSIQKSFNSYIVLSLNILNIIQYALLFFSIYFYILSDQYSDKIRNESSIAAIL
VMSYTSLIISFLYTAIYAFTVFTIGITLACFGIICFVGYIIYQIFYYFFFVINKIATKICGVTDYFDNNNQIAPTSIHSN
YQFYAEAYVKRNTKQIIYSSEKCKDSLCSICLEEYVEGKTQLKQMICCKSSFHIPCIVNWSLEKKTCPNCRSEDVFAKKQ
KRRAQYFSNLINNNQQSIQQNPSSNGFQINQQQPQPQLQVEENLQQIQPNEQQQTQTLQQRQVQQPQQQQQSARQQQQNN
NQEIREGNSSQNRNDLAIQGSQQLNNSTQTIQLSRIENPQCNQLGQQQQIESLKSIQVTQIQAQELRNIQPYSQIEIDDN
HILHNHRKSDQNFITLINLGRVEKQDSHSIEEIKHQDELQKFDSYNSIKIEDQQDKKTKIKSKNDANSQAFIQISNQEIG
SKTQFMNQQIDQQRNGQNKLSSLDCLDNQSNNE                                               
>Tthe_XP_001008295                                                              
MSLSAQQQTGQQLPNLIQQLQMIEIQNNQSSSIRQSSEDIQDNISSHSSLDNNIDSFENRRRISYQDHHQHSNNNQRNNR
GSSRHLQNDENEYQQHTNAQINQVLGNMNESDLINLPQIEGRRSRRATRNDSTQTEIKQSSVKSICKYIINTIFNYSLWI
YLACNIIVIVNQFINKSDRNFTLIFWTLTSILFIIIRLIQTCVVYQREQDESRVTRRSRLTRLYPRRELSGGQIPVPVAQ
IIQQIYYNSRDLESQSDDRSLEISEIAHNLAEQTQIWIDSFRQQMAQQGVNSNVMILQQRIQDQKANGLSRSEIKKFEKI
SYTQEQLDSLQEQDIICSICLEKYESDKKLIKLPCSHTYHNYCITKWLLQDQKCPLCRLNLKCQQ               
>Tthe_XP_001008241                                                              
MDYDGFGTKSDQQIIKYYQQDNVNPIYVSIYLYDAFGQFASLDQSQIFASYTIQIEKHSTSNYCQYSCYNGACNQLYTSC
TCLNSVNDFYFDSKCQLNAKAVYINDNLNESFSTQVQYYYVKITDFSQSYTLILNSKYSGNAFNFQLYNQTFNTYSIPNF
LNNIYNFQSALTKQIIFSTDMIAKTAAANGNQPIIVILGLYNFTLIKFYIHAIFVLIFKQYKQCQQPSGQANFNIQFQYN
LNVQLSDNMPNWAMYLFASLAVLGLLFMIFVIFSIIRAQFRGSNGRFVRVRNIFVTPEIIEKYMPAMFYKEIDLNKDEQE
ECTICLEGYKEEDKVRISICGHLYHQACIDQWLVAHTNCPYCRQELTEKELEVWLQKRIQDQIQKQQQKEVKDMIVQFLS
SIDNNEQLKKILKNCHQEQKQKRSFLSISNNNANLKKAVPDASSIYSNQTAQINQIPNNNKNKNRKIDKSKKNNKLHSQS
FNMDADLDVDFKNLMKENILNSLSSNRKGFNFQNNKQNIQSEDDYNLQSNILNNQNSQDNFNLLFKMKNQKTKGLNNNKT
HIQYTQQNQVEATENYELDKIQEDLRESNMRQSILTQTQTNSNQNLQRKNFNKKFRNGSQASLKSIENNQITSAQNIEND
LANYSDQVVVFQPQNKSIQKQKSQLKSQKNLENGGCSDMNISFGGIDIKQKQGSMQTIEDFSNGKGSQKTIKENSKKQIN
IMNDQIEQNSSLNNYQADQTHQSLKAFGNHEIQSNQQNHPKGQAREINDLDNQFSQQVD                     
>Tthe_XP_001007991                                                              
MQINQPDIKIQSSFQDTRDELQQNILANQSLNSSKNQIEYCKANFIQNNIEFNQNEDVEDLQFISKDIQNFVKVAADNSQ
INNDQEKIQHENKEWDEGLIVFNNIEEQISFQQTNEFQNNEQIKVIQNSQNSKKKIEIEQLALNFENIKGDQIFQKMEND
QIEQFGNYSEKQENKQKLENSVQYLIERSNNLDIQIKENKQEENLNKILMNSFKGEGVVLNKGKFLLKRSNSELYISNEP
NQKNNYDQNKNQKRMLSANDIIDLDQSTNQIFTKATTILKDDSKENLDINQDIIQNQELKVQESKGQQVDDENQNLRNVE
QIAPLQEANQIINQENQAQNASQQEIQLQQNNNQNQPQDQAVVAPQNQSDEYSFQLQQTQAYISSLRILISYDQECILIL
QCYNTCALLSLYALLVQKFSFKYLFNILSHDLFFYLISDLQIQYKKQKDLQNKIEQISIQQPQDQEQANQNDNISNNNNN
INNASIQNNQVINIPQNNYMLAQQNVQIQNNQYVANNNISMHQIDQAIPEEYVQLIMTAIKYQQSLQQQQSQVNNIVNQN
RANNNSNNQQYSNNNSNSNQNQISFQGFNNNNNVVFNNQINNNNNQNSNNNIQNLQVNSNGQINSNTSNSNNNIDNPNLI
EAQCEQNAQNVNEANQNKQSKQNISAIENYYLIQVFNLTIKIIKDTNILQNILLNSPNIRENRVSYDYYQKHLLQINHIN
RSNIKDTDYLLDNNQQMLYQINSNLIQREIEVIIKYKDRLLLSKIMRVYSFLEEYYLVIYNLLEFTFSFCYPSEINVAIV
FSFYYSIVNWLQIIIVTVALIFMLIALIFYLFFQLLACKSKKELKTHSLNDIKNTLQSTKKYTEQELSELCCIICLVEFE
EKDQVYLSDCCKRCFHKGCIIEWFKVNQKCPMCRAVALY                                         
>Tthe_XP_001033546                                                              
MQRVESNQKYSCCPNCKKPYNSEKILKQGIQLECNIECVICYSSYTQENIPCSLPCNHFFHKDCLVKWNESCKSETSPCP
YCRKMYEEKDILLRWDVFAKLQKLKVSSNEPKSSQQEEVFEESTISSISSMGLDLSQIESSTSRSDTTMIEEQISGTFFQ
EISQKINEDKQEKISSDQLKKQSESPKNQSIQTNNEQTQNRQNQQAEKISLNSKQQSNQLDIIHEEDLEYKSKSNQNTKK
QTENSQQNPKIENKIDEKSQCHILKSNKNQHQNEFQIFVKDLNGQTFIVNVSPMLKVKEFSNMISQRSNIETEQLRFSCQ
GKSFSVQNNSEELLGNLKVEKNSIVHLLLRLKGGFNQEQLQFI                                     
>Tthe_XP_001007849                                                              
MGNKSTSSQSKKSIHYQAYQQEQLNKIEKEIKKQHPQNSFTYHQNNQPLEEDLITFEALEAHSDNRRKLKANPSDLKQGS
QIKDLKSKSQQKIENDLERQTFSENQSRETSSIHSNINSVVFFNDRKESSKKEIKKNILHLENNLSNLIRNENYFAALDK



LFEILFLNKKIYGNNSEQVAFTMHRMSSILCLLGRLEEALKYEYESCQIRKSILGTLDINIAKSLIYISKLLWYFKKYVQ
SFYYILEAYNISEHPINRLQMELKQMIGEVSLEMSNIAHENEHFILSFKLKILAFQSKRAAFLFDESYIDDDLTLLAHEV
WNYKQGIFLLQMIPSKKYQISLSKQNSTQIDCCDSNGQEDNCPICYIEFKEQDEQKELLCNHIFHSVCIDRWIIKNQKCP
MCRKSQDLEEYLSFQQSRLHKIQQEQNQNIQQKFQNLMIENTEFNFTGEKESKNKDEQKNQANLEQTLNRELIQLSPRTQ
QTFIFLKKEMESKEIDIFMQDYNQHFNILPLPSETVNPDQNIKNSKDESKDQSESNVQTNNSQQSSEDNSNKNSATDAEM
EKNSVLKEVINNINFNKNQQKICENQIKESLNLPQNILFEKNPDEEYDFLTDENLFNCKNQLNFNENQDDNQDEQEEEQK
YQNDDQNQFQFYQNAHSSQQRIQFNKNKNYSERVFGVSAELIQEHLNCMIQVGQLFSDESEIQPFEHQRGVQNNQKHLFG
QYEGIMAQSSDFNNLEEIEDVNYEDSSEESLEDEFEQNINQQQENSFSQFEFQKACFDDNNEQINQQDMKKQEQNGQNEL
FSFGQQDIDFDQHESIFTDQSFQNISSQFQIKESVNSNKIQNRFVYFEESRKEDEQIQKQPNKNLNEEVQLKQFSSYKTI
DDTDVNFDEDRISEISNKGINFSDNRYNNYLSNNQQQANNNNFVQNIKHESNQNGSVKQNHNNLVINQNNLQSRDKLIIN
TIPVNNIKQNIISNARSYYQNDEFDIFDKKSVTKFSQNQKINLFEDDQKENQFMYDNNYVINNNKYSQMSFL        
>Tthe_XP_001006998                                                              
MHIIIKISIFICILNYLKLGFCQLENSSFTNQFHSIALSPFEQEDNLYYAQIFNIFSSSNQFSFIYSLFQPNDVFYELII
DSQYTYFAYLLVKDYNDTVSLFQFKSFMQYYYLNHTSSNFKEIQLVFKRIKDSKYLNITDDVQEESFQLKQIKIDHQNYC
PFQCFNNGSCRNNNICQCKNEYQDEFFCYFQFKNKSIKMNEILLIPDQQKNNLEEDFQNLKQFLHPKKDTIYKLLLQISQ
KKDKNELENTNLQQSSFFIQFQYQKKQNNNNNKSIIVFNEKQIKQTFLTEEDMGNGIYQSNYKVNIWNVMLKLQEQLIVV
AIFSFDQDIINLKVALKIQQDEVLDTKQSWHEILFFIFGLLLIIYKFIKYCKKKFQQNLNINLQQNQSMQSRNLQQIKTL
QDEALDTLIYNQLQSCKAIEMVETQQNQQECSICLEQYQAQDEVCKLQCRHIFHKNCINLWFKQKNYCPLDRIKLLHHNS
INASS                                                                           
>Tthe_XP_977199                                                                 
MNHQPNRENIEINECRKILSNFQLENSNKDLFIFLAGISYAQSQMKKNELNEFTQLLMQFSLQCKNSNNQTKADEIFYFL
LNYKSQDPLDFIKNKCQNQIKKELKQKPLLIFDGIDTFFCSFFKLKFVKINKEEIPINNTIIVNKYIIDKVEENKEELQQ
KVELVNQQQKERKEENDDEEEEKEEERKHEIFEKQLINKQNTQLCKVCYEQDNQKQVFSLSCCYNQFHQTCLQECFTAQM
SQGISPFKCPNFDCNQDVKENEILIIQRYNQQIQSSIFNEGSINYMNSSIMKSFEIEEKQDILEQSVSLKKENLKLNCKI
CILEMDENFIQTLQCGHKFHRDCLKTYFNYEINQRKFPLKCPQQECLQETYQQVVKEILNEEDYQKFENFQLFNYIDLNQ
SQIQWCLTPDCEYAFIQEKDLNQFNCPKCKKDYCLACKCEFHEYLTCEQYQISKNKLQDKQFEDFAKDKNFKKCSSCKMW
VEKNQGCNHMTCRCGYEFCYLCGGPQNNCDCSKQTQINQGNNLLLNFVQEGFAQNIQQEQQINIANNNNNNQSNAQIYQQ
QSFQTIENSQFSQNNFLRQNTQSQQQQFQLQENNNNNNNNNNQSNQFERRNMNININMNMNMNMPNDQYTIIQNQQQFQY
QPQQQKLVNKNGSLNSQLFKNQQTDENNIQQANYPKFPLQKINNLNQINTSETYNEEIHTKNQNYSSKANSQRNNFNTLN
EVNEKNHTQSTEYTQTKFNLNKYSNQPLKTENPQSSIVGPKRSQKMIVTENNIQQSNYPKYPYQKINNFDQINTSEYNDE
EITYTKNQNQTSKANNQFNLNQNFSPNSQRNNSNSFKKVNEKNHTQITEYIPIQFNFNQSSNQPLQNETAQFISLDE   
>Pmar_XP_002788752                                                              
MRVNFGRVISRLRPNDETRPSRSSRAARYAGLPADGSVQGEDSPAREASVTTDDASVEAFDDVLYDETNPYRVRATASEL
ANSMVTLPDLPLGVVIVHGMAVLGVVLAALMVLKDASTSAGFNDSCDTPLPLWITLFVGRHVLKAILVAVRFWLTRQGGH
ELALPRVTSWIVTCNRTGYYIWILGCYLLWVSNICDRGVWNFAMVMCLIQFLVVALPVAILFLVMCCLPCLLCFLPIMFP
PDANQIATRDDMVRRIPKTEYHRLLEESGSRSPSEAVDVPESCPICLSDFSDDDSVMILPCNTRHVFHERCITQWLAVSQ
LCPICRANISDMVDPEAGEGSPRDLELGDIR                                                 
>Pmar_XP_002788590                                                              
MLSRFLEEQVDVVGVATDREESVKREVNEAFSSVPRILLEKFPPPPELLVELLPYQREGAAWLCNQELSCSRRGGILADE
MGMGKTIQFLALVCLQRAETRAPTLVVCPAATMRQWESEIVKYFGVGVLKVYLYHGKHKVTAPELMEYDIVITSYQTLEC
EYRAELNELKERCGFCAKLFLPELIRSHMKECGGGDDGNRRTGRGGDPRDYGISDCDVISISSDGEDRAAKEEEEVWLDT
EFVSYRDQEVIDLTDDVVEAEIVDDGGMLTTDYCEKEESPRGCDVKVENPILTPPGAPQKAESSCLSTAPKTPEGRTRVK
ISSTKGKRRSPGSSCGRCEREALDERLRSNMLLHSVVWGRVCLDEAHRIRNRTTNTARAACALRCRYRWCLTGTPIQNRV
GDLYSLARFLRVRPLSTTGCDTSGCPCEVLDHPWDDECHECGHSKHAHYNYFNRFIARPIQKSGLTSVEGAQGMRILRSQ
LLRKFLLRRTKSQRESDVKLPPMEERPVIAVLSAAEAVYYQELYEQYRAKILKYAKEGELAVRMVEALKMILRLRQAANH
RYLIHHQPKGDIYCVAIPVCASICHEEIPLRTGCSAQALAKAKCDHIFHNSCAQSWLRLRSQQCPVCQQPLVVRYGNILS
DGDDADDGNLAACMSGLRELQNDPRLPRKHSILKRAPVANFESSSKIEALVAEVEAMRKADGEAKGLVFSSFVSLLELCQ
YRLHKAGITTLILHGELPLPLRAKVMKTFVESSADTCPLLLISLMSGGEGLNLQVANHVFLLDPWWNPAVEQQATQRAHR
LGQSKRVQVLKMLTHDTIEDRIVALQEKKRAVCRGIIDGDGSLDGLSLEDIRFLFQL                       
>Pmar_XP_002787552                                                              
EGECCSICLAEFEVDDTVRELPCRHILHEQCFQHFFYGHFPLGAKRQHECPLCREPL                       
>Pmar_XP_002787310                                                              
MDNGDNTNEVGRNLVCAICDEDIVARGRRFGLLENCSHPFCLECIRRWRDQKGSQDRTNLRLCPLCRVESFLITPSEVYL
PDGPDKTEVIRGYKEALARIPCKFVTAGEECPFGSSCYYKHDDNDHDDDEERGKRFLCGADGKVQALRKPKLSDYLFPCK
Q                                                                               
>Pmar_XP_002787306                                                              
MYPQRHGCSSVIPDSSSCCSVCLSSYQTDDVVTVLKCGHLFHDECVRKWIALAHVPACPLCR                  
>Pmar_XP_002787180                                                              
MATRPPMLSYFCHSCGHRGTSAVCRYCGGMDKTTVTDIPPTMDYDYVDDDDEEEEEEDDDLEDFMGSPQGSRPLMVESVT
VMPAPSSRCQTAQPGHRNGRRGASGGGRFVMAPNIIEEEPGSDGDDIPSVRRSGSVKGGGKAVCSAMLESLERERVHISP
ADYEVLREDLAMEGGRYCAICADEDDDPDPFTDLPCGHEFHLDCVKLWLTNNACCPLCRFELPQTDVDYYRMVGDDLMVR
LLEQQQHHYEIREESKRRQHARKVHLALLRGCPLHVGVRCARCEMTPIIGSTRYRWGHGSLFRIYSTA            



>Pmar_XP_002786620                                                              
MKSVSFNLGADVVSSDEPPSTEGAGEDNESDWTCDCAICLGEFENDEMVCELKCGHIFHEECVHGWFVSSRKPRCPVCRM
EVKSEKDDVEDVEQSSNVPEQSVSDLEGSDGLTHRMQPVIAI                                      
>Pmar_XP_002786168                                                              
MIIVLDLGMEGDAREPRSPLWKIALRRAPHVGLFAICIWMVWFAARRAVRNAGMNHLREFRKTVEHNAVGMEELRRQRES
RLSSYDKVPSDCRNEQSCAICLAYFKETDLCQILPCKHVYHDDCVNDANDSNEMIEQKVPH                   
>Pmar_XP_002785387                                                              
MDHHCPWLNNCVGFYNRKFFLQLLVYVYICLALVLLFGFPRVVAVLDDRLNHGSGSILLNLRNLSGLLSYVVSILLAISL
LSFVKFHLGLVRDNFTTIENFEREPMVKSKYDVGERSNVEQVMGANPWLWWLPLHTKYSRPVGDGVNWRIRTPGGGVAMS
VMRVPTTSGPPGGMSLQEDLEAGRGDHRDTQTSARRRRSHRRAVRRNLQHRINDYTRCVFLLFCSLLALTLIILAVLYQV
ISALRIVPVGEASKVAEECSVCLTEFSGTPSTTSGVEIIRETPCQHYFHHECLINWAKKHTDVVIDKDALMAHLCGEAKI
DTNELMETAVKTVPKLRIIPLAFAAAESDHIGVQMYVDDNAGEVGLKENGRAGGIAAICGCPRQSIRGDVFISRVFSDGD
HWWREDFEIADIRPSAEWIQTAHKVKARLEEEAKEALEKAADPLADLPEGYYDLEAVDDSDDDDNNDEEHKESDRAVAPM
VKRSEDINALDSNTYRDNYRFRQMKNKVTVAMEIDDDVREDDVRVTIRPNHLTVRIKGSAEGLDGELSGKVVPGKSSWEV
DDGEVKITLQKAAMSDPEDEDRQWFDWWGDLWATKKM                                           
>Pmar_XP_002784840                                                              
HVHVPMERKKRISSRLLSKGHFVEEISFVDAGFVTPSGASIDCPICREAFGDEDVEGMAPTDGPPRYAKMDCCEHTFHVG
CLEHWSTQRENSCPSCRATIHYVAEYSLQKRGPEGSSMKTAWRLMIEQVIQVQEAKQADTLDEEDDDDDGFLSSEESDSA
SYRCVICGDSIIQAAPADQRGVMLLCDARLPQKRNRKGSTSTAKTCDAPFHPFCAGYSGVPDGEVFCPQHSHLLPPVIEE
EVNTTTPAGLSTSSSSSRSEPNESFQTDIKKREVVELGTSSDEDEREEDNMAEEVAEMMMPRKK                
>Pmar_XP_002784384                                                              
MSTTTTSTPFSPTPSSSGVTSSRDTLLIVTSVAMGVATLALIFAVRILDRCTPSRRSRIRSEPRRRESAERRAERLHQLI
DKQATRLPYGQWIDKKRNGNSSGEAAREDRAMSGKGSEQPSHVGVRKAPSTGSLRINATKSLSFSFSGHGLGGGPEDMPA
SGEGAGDDDSDWSCDCAICLGEFENDEMVCELKCGHIFHEECVHGWFVSSRKPRCPVCRMEVESNKDAEEGVEESSNTPE
QSVSRSNDVDDGATYRMHGIGVF                                                         
>Pmar_XP_002783964                                                              
HHTIDPVVLKTFPRWYYLEQHTQPTCAICMEEFIPACLMRTLPCLHHFHVDCIDRWLLEESSECPSCKTDFGCG      
>Pmar_XP_002783840                                                              
MDPEPPPPERHTGWRQLLARSFSRGGSLKLWLAWLVIVIVLGIILGLFCHGALLWLLIAVYASILGVAVPCSILAFTRYE
LMLEWHKGPDRNDELKEWLSKKTNRYEVTSDDLEANAQSSHGCCSICLAEYDPGNKILELPCGHRFHEECFRECFKVASG
PSARKCPMCRTQVGPRDEEEGPKDPRRNAQLMSIW                                             
>Pmar_XP_002783352                                                              
MSTCSICMELVGAIDSRGNVGQLVSTECKHIYHEACLSRWMKRSPTCPECKAEQKCKPVRLRPEVQNLEDHLLPHDLDTV
AGLLAEIADVEKASGKIEAQIESVETTSESLAEECRCGEMRLENLRGCLRRTKRERQTAEEKVYTVEHDMQMKLEELRQM
QDAVKMDMPLREPRSEMRQLRDNIVNNRNIDVLIRAVEVEWKQLLDTYRQPGGDLESLTMQLNELEEELQEARTKCRRSP
VGKRKRVGLTAHERVMKRGLERQLSRGAEAEEDQSVLQRMRTLVSGGKENQSSQSNGAVLKRHATRVVDPSQSAGSVKDS
VVVAAPLPKLKRTATEASSDPCPLEDLLGDLLEIMFHKEKEERTR                                   
>Pmar_XP_002783338                                                              
MAEDAIDGGGLDVLERQRREAEQQEPPIIEMFNLFPHESGIVMRRGVELGIICSAVLIAHCVYLIMFYWPTEGLMESDLS
FFDRLLLLLCVIRVVAAVPRPFFWFKTRKLFVEARYEPTPQLVAQRLIDIYFHPFRVERWLLWSYYIWLGFVVALLWLTP
NSVSGPSQLARALWKHVMMNLASIILHRVVCVSLFYWLMESDFKRGIPADVLDKYSKVETFSPGYSLSPCRYANKHFIYN
SGECAICYCAYEKGEHVRVLCCGHSFHTDCVDTWLMGHQNRCPLCLGVVGPAFDDKLERHVTHCQAGRPGD         
>Pmar_XP_002781571                                                              
MSDTAEGFMEISFPTYFRWVWLCGVILITTSFIVLAGIHETFPGLIIAFGVALLWIALPVVVLLVQMTRKYGFRQGLKKL
RQGPASQTDGIHQMPTPEDKKAFLEAAKSASMVTLDTMGAPQDLCPICLDEEDMGDPLITLRCGHVFHEKCIDSIFRSLP
EANPNSIEM                                                                       
>Pmar_XP_002781567                                                              
MSTDGGPRNHAQSSDALLGGGSAAADRHRNPPVALLRTFSQIIGGHAGGPRPISSGHMPDPATPGTSPEGSSLLGPEQGS
DPNRMSRRERELLVRGNLAEAVATSFTLLVTVALFILVVVYAMYLYLWAWAIWIVLTNDRKLECDVPLLMWLEVYMLASL
FRGVFQRMVETLYLRLTYGQDWQLHASEHPVKLALLKSFLNLFFPAWLIYGQTLLVTSHTCSATNSSLYTCSAWFIGVGL
TIWCGFGIVALFGATFLLWMVRTGRLRAKRGASPDVIDKIPTVQYDSTLFVDDQNSADGSHPLNECSICFQNYSDSTDEI
KHTPCDHYFHKSCLAHWLNTATTCPLCRSDFEEHYHGPASGPENV                                   
>Pmar_XP_002781151                                                              
MVQFDYIFFTYCAVAAVIPPFMIIRYCYKTEQREEAAYEAMMQAHLDGTDEAGIRRRCRQWLRRSCCKIDGSEPTLTGRV
CPICLGDFTTGDKVWVLPCTHAYHVQCLDIMLKESRPEDGKIFRCPICRVELGIADQLHSTLAAANPPPRTRGSRPVVVT
GQFADDDGTPSNHSNTAYGPEAYVNGNPCRIVDDGRGVDGRERSKTSCVAVLARGRLVSVL                   
>Pmar_XP_002781015                                                              
MGGLIPQNFFSYSNVKGKQSDEMLCAICLEDFRAEDAIAELGCSHVFHEACFRKYYILIVPPPSFSGGCAMVLPPAAVRR
VVVM                                                                            
>Pmar_XP_002780979                                                              
MDFGAWLGNIMGSSRYAAEAQARAEAEAQQRYRRAQEHQRRAAPSGFPFGPDPFDGFDMGGLFGMAEPQQQQRHSNVPPP
ASSTAIQSLPKVVVTPEDIGEDAKNNQECSICLEPQHVGNKATKLPCGHIFCSGCIVPWLRKNCTCPVCRYELPTNDAQF



EAGRKDRMKQRKMRFRKRDLQNMSVRGLRQLMNEIGVSSEGCLEKSDMLDRLEASSRVELIPECPSSSTQPHVYSRSQLM
SMTVPEIKDLMARCNLALPEEAVEKEQLLGMLVSSGRVIVSSDDTTDDTDMPDSDNNHAGGSAQYTLESLRSLRVKELKE
LIASLGGSSSDCVEKADLVQRLVSLGILQQ                                                  
>Pmar_XP_002780059                                                              
MGYCTISFQHSLSSVSKMNEPNVIEYLRLHTSPEVEIRTDLECAICLEGYNPVTREFPRSWAARLRCGHTYHHDCIAAWL
KKDGSCPLCRHNVSGRSTVRTWSLT                                                       
>Pmar_XP_002779887                                                              
MSVDHVRLAQLRKNLSSKSAIIAALGELSEMANDSETIKDAAFVEVCHRAFTVLNTRFSAAVYWQAGLELFLNMQFTCGR
ADVTLPDCDEWAARALEESDEESKAKAKDRVRAAVRSGGGHQQQQQLLDLLGINLDNLQAVMADVGGDQGAPPASRDARN
ELRMVTLEEDELCVMCQEEMKQGSKAKKMPECGHVFHDHCIMEWLERHNTCPLCRNDDLQTEKKAFDDIAEKVRLSRKAE
RTSGLYA                                                                         
>Pmar_XP_002779181                                                              
MRLLISFVYVFALLLLPPIIICWYARRKGRQQRRKLGMADPSEFGHAWSKWLETNTYVTSVDEGSCAICLSDFLPAQQVR
GLPCKHLFHVRCFDGCFVTSLPPMGRCHKAAVLICYGCFVTILPPVLIVVVAYVLEKSHSADKRREKCEKAFFDEWSLWV
SSETKIEKLSDADIEDCMEKGDNSGCVICLEDFAVSDDVRVLPCGHKFHVQCFDSCFDRLPCNPALEFHQCPLCRTQLGP
SLPKRNLTGGISDDIIINRTSSVSEASTTVSV                                                
>Pmar_XP_002779179                                                              
RLIYMITLMSSLAAILAYTLGSILLVAMVIACIYSFKKGVAHFRAREDFEEWAERNTKSVKLTTMTKEFKGRCCAICLDE
FKEGDLLRQLPCGHCLHEKCFLDCFERDSDDGSERHIHNCPLCREVVGSSTWQY                          
>Pmar_XP_002778099                                                              
MFAASPMAISSASDDSSSTSSTQRMEAADRRSYLQELPREVLRVQADELNVPQDATVAQMVTAILQAQDIEHDRVVALRL
AAALGETDQEFVRPVSRPAFLSVDSENATAEETRPAASLDRSDSEASFLSAREFPLPSGSSDDSRSTSDRVNDSASESSG
GGPHIRNSLRAVVGAVGHTLVQGVMATLSGAASEEGDSMDDSPLAAIIAAQGGPAAGATEGEIAALTIQSTCKEARGNCA
VCMDSLKKGEMLRTLPCMHRYHAACIDEWLKSSPTCPVCKTSILMGIYEGTMPSGSGDSDRPRHRRMRWSSRD       
>Pmar_XP_002776368                                                              
MRVNFGRVISRLRPNDETRPSRSSRAARYAGLPADGSVQGEDSPAREASVTTDDASVEAFDDVLYDETNPYRVCARLLPC
FCCEPRGLVVIVYGMAVLGVVLAALMVLKDASTSAGFNDSCDTPLPLWITLFVGRHVLKAILVAGELPSCWVSRATPDLS
VRFWLTRQGGHELALSRVTSWIVTCNRTGYYIWILGCYLLWVSNICDRGVWNFAMVMCLIQFLVVALPVAILFLVMCCLP
CLLCFLPIMFPPDANQIATRDDMVRRIPKTEYHRLLEESGSRSPNEAVDVPESCPICLSDFSDDDSVMILPCNTRHVFHE
RCITQWLAVSQLCPICRANISDMVDPEAGEGSPRDLELGDIR                                      
>Pmar_XP_002776218                                                              
MLAGAERSQTEESSNAMNRRQQDEANPCTCKAFIERLPVAPKRVKTEMKADDLIESSVAECSICTMEFEKEDAEDSNCTS
LPCEHFFHRDCLVPWLEKSDSCPVCRYKLPTDSVKYLREIGEDAEADKIEAERRRQNPLHAFFSRRPMMGRGPEAAAAAA
VAAGPSHPGVRCDSCEMSPIMGRNRWKCEQCEDYDLCDACYHSFMDGQRDIPEHASRGTQLPEGQEHHTFRLIRSPARMM
TGRGEDVGGEGGPRIITLDTLLGLIQSGNVVVEHRTDDDDEDDDEDDDDEDMDLS                         
>Pmar_XP_002775914                                                              
MSLLLWVPLSIVIGFLLLHALLAFWPCVRPRSSAQSDSLKHLSLNGTVQTYEVIMAAQEDVNDRARYPVQECCSICLSSY
TPRSKVRKLCCGHLYHEDCVCMWLENDPYKQCPYCREGCLRNPDKERQHPIQQQSI                        
>Pmar_XP_002775840                                                              
MSDALSSSSSSSSSRAGHMIRWASLTHMSAHIYMSIMFAVLGLLSLILFIVTHSGLWLVLLAGCATLAVVVFLTRPTYSR
AARLAIARGDRKKKVSKKVTIDIDRVAPVTCTPCGGSCSICLGDFNFERKLSSASTSSILNLPASDLSISSTSTISSLET
VVSSFDACEESAKCEEPQCRTLPCGHSYHDKCLVEWIKHEGDDFSCPLCRWKPVGVEGSTDAICAAV             
>Pmar_XP_002774674                                                              
MSQNAESKEIAETGGNEGIRSSDALRRIFSERDQRKKLREQGVKVMGDFPVSEDQRKSIYSEAREAAIKAARPDPSASIK
HDLYTTGAAASSFTSTRMNLAYDNEYREMTDLEKRTILYDKVRKAHKKGYVAITLDHGGTLNLELHCDIAPQTCDNFIRL
CKSGYYNGVKFHRVIRNFMMQGGDPEGTGRAGKSAFEGGAPFRDEFDSRLTHSGAGVVSMANSGRDTNRSQFFITFKSCE
HLNNKHTIFGRVVGGGAALDVLNETETDRKERPIDPIKIVKTQVFVNPFETILDDEAAQKKEEEDKLKEAQLLRDRMDVM
KDHPKRESTGIGKYLSATHKRKSHSGTSIEESSGPVLGQMGKSKRHKAFGFQDCFFSFRSSPLTIPESAEPGFAESYPNN
ENFYMDRSRARTEERAAYDNMSNSDKVKAYLCSVWKKTKLEWEVLKVAWPWIILGIIFQILHDWAHNWVYYLSGKYDVYG
GPENALVDFGHMAFPDIDTLTVSPEPENPVLYTCMILAVAFAVIGPIFGGRDDFTLIGVFSGFDVQNGCGDLVFSSHMMY
CLLATLVVTHYSRSLIFMTNSGSKGRASENEFRIAHGNYLARNRPEYDQRMKIIMHLDTRVDRNMDKSCFSSVYGGHTPT
CCVRATTMEWYYCHECRKSIPRLTDENRCPECNGGFVEAARVPADDMMQALMMLAGAERSQTEESSNVLNRRQQDEANPC
TCKAFIERLPVAPRRVKTEMKADDLIESSVAECSICTMEFEKEDSEDAHCTSLPCEHFFHRDCLVPWLKRSDSCPVCRLS
EVLREIGENVEADKLESERRRRNPLHEFMSRRSMMGRGPESGGPRHPNVRCDCCEMFPIVGRNRWKCVQCQDYDLCDGCY
HAFMDGQRDIPEHASRRTQLPGGQEHHTFRLMRSPVPRTTGSRGEQVGGGEGGSAWVGMAKHDLG               
>Pmar_XP_002773476                                                              
MPTRLIIPSHLPRARDSEDYNQGLQSQDWDVSDSNEIEFPGPGTRAPPVSPTHGGAEELLPSGQVADPIIPKRSSSIASY
WSLFSSYVRRVISAACPLSCRPGGGIELTRASAGGRPAHVCVVEVAMDVDVILTVRSWWPNDLSIEEVREHGLNQAHASA
RQWWRENNREFAGQGLNLQDTSYFRVPADSDVVKRDLLPLVVYFNEGGESDESDDVWSTPSSRAPDSECAICLDSGSDCH
LRACHHGFHHECLTKWFCKSRKLCCPLCRSSLDSLIPENVRSKVADTVEEEVIEPEVITLRVEEGVIDSADSADLSPVNG
FL                                                                              
>Pmar_XP_002773288                                                              



MSAFNSWPYISIVIVLGFAAVFVLLWYKYVERRNGRLVFVPPYQSPKPSPPLRCDTLKEQEARLQELMDKTKIVNTQKPG
MTSLGVRHSISQRSILSLASLRAAVSNDSMSEIDETDPPGGGLLRAGGSFECPICLADCRDDPGVRLLPCGHCFHEDCIR
AWFISQLIKPTCPLCRRPVIPPISEDTKILLTA                                               
>Pmar_XP_002772542                                                              
MRYCTPIVNWLDLVKRLAWVIGVSLLLVAWMTAEALGLSPWLQYTLLALFIFLVAVPVLFAAWTVLRSLHFSVVLTANEC
SKVADIIYKKSTKEVFAPYVDDCAVCLERWEKGETLAELPCGHMYHRSCVRACISGSIPLLSKHSDSLTEVVKSVCCPLC
RRPMVDNAERIVRAIKGRKTLVA                                                         
>Pmar_XP_002772006                                                              
MPDSRGDSIIDLALPGLFKWVWLGGVMAVGTAFILLAALHRTFSDLMITFAVGLVWLLTPLALLIITLARRYGLKQAIRY
LNLGLAGEEADAAFEAASRVPTPEDKQSFLATAKNASMVTLATTAGAEDLCPICLDEEDMGDPLITLRCGHVFHEKCIDS
VIDTAYEKMYAPNYLGLPILPRDEVLNIDGRVYVTGR                                           
>Pmar_XP_002772004                                                              
MSFTDSGVLVLDKKDRIVWLGGLAVCGGCCALVGALSLPKWILHVLIAVTVLWIIVPVGILFYRQSRRDEQLAANLAIDL
ELGETEKKWSPPSAEEISSFVDMVKSESSMSISTIDTAVSPKSDCDDLCPICLDEHGLGDSLCTLQCGHVFHERCMDALV
SRIYEATARTTSRKKCADEVMGNIKCPLCRQPMVTPPSTCITPVSA                                  
>Pmar_XP_002771258                                                              
MHHKDSNKRGGFVRTNMYIHVLTALADHADHQRRRRHQHQHPSLFKDIFHTGVWAPEFRAMWYAWLIMYISLGVFIGISG
EKWSILIAYLAFFGVLPPIAIIKHIFTIKRKQAAERNRQSRDRALELANDKLATEEWLKNNCERMMGDDPRCICYCKDEC
AICLSDYHPSDVLILLPCHHVYHLQCIKMLLDSPMSYDGNAPRCPLCRARLGDEVLMPEPAKTAVVDNAAAAAGNSAIQT
LQEVV                                                                           
>Pmar_XP_002769748                                                              
MPPPAPSSPSTPFSFSVSPEIGRWVRLGLGGLWCALAGYALGNAAANWSANTQSTTGKSKQKKKAIPGSTDENGPSVNTK
GMDVAVNTDGWWGKYVLDASDLMVAVVACEAHAVGFGTLDNDTHVPASTTLVLRCKFQPTSTVGGGDLAFQIFFDPADSY
LRFISKFDLASADLSDEVIAYTAASWNTTMRYCRLTQCGGPAGTNNGPSDGLNLDMVAVAPQWFATQTHAIEWLARLTKV
FMTSITRCLVHIRDCRNGSMPFATKDMLEANTVLSAIQQQQQPNSSSSSLSNAADSREYAATATTGVLSSSSYTRSDGDE
FCPICLERFVPGDLVRRLPCMHVFHKTKACDIDKHLKRNKQCPTCKTPIDVRYDYLFQAPQEASSSPEQQQHQLTEGGMR
RSSASEGETSQQEGDVSEHVADLERMLDGLRESLYNYERMRRAVEAFYHTTSTVIPSTDESSSQIEPTVRELPPIGWRRD
SGQDRQGSNGHDIEKADMENICDMFGVSTPNDASSGCEDQQQHVKIRETTTVVEKDSFEELQLKTLKDVEQLSERCVGKL
NDCRTKAAVFNFMRDTLRGIEEKLDQDECTKLIKELQALVTSKKQEKAEKDRNRKKQATDVSQMKKGAKVDYQAEIDMMY
GDDGYGEYDDEYDDYADFV                                                             
>Pmar_XP_002769450                                                              
MDDASRDSGNAAARIGGNDGDDRSGGGRRGFTMRIGGGGRGASNPYYCHECRKSIPRLTDDNKCPECNGGFVEAARIPAD
DLIHTLMMLAGAERSQTEESSNAMNRRQQDEANPCTCKAFIERLPVAPKRVKTEMKADDLIESSVAECSICTMEFEKEDA
EDSNCTSLPCEHFFHRDCLVPWLEKSDSCPVQVTDDSVKYLREIGEDAEADKLRPSVGD                     
>Pmar_XP_002769198                                                              
PILGYQLILGDASAPSTQSAQQPTTPQLSGQKRRRDSNSSELPGEEEIAEELRCAICQDLMYRPVMVLDCLHNFCSSCLS
QWLQRHTDCPQCRSRVRSVKPNRTVVNLTEKLVEDRRSDQDKRQSDDSDTLLKN                          
>Pmar_XP_002769008                                                              
MTPLNDSPVADGVPTVEGEVKLHMISKGAGMKMMSLSEVLLRFEHDDEWHELQLSPAIGFQNNMLAINSLGGVEEEVILS
GRSDLSRFRLAGLTKPVCEIGPARIIIRTPSREDANNGETLSLDGKKIAVGTVVSENCGFKISMTLREIDVKRLGRKVIN
YSILNNIITILQIRFFLLQMQHGENNNGHAKVSLLCIGIQALMDAYDSLIHLFMGLSAQFMFNTFSVVALFKFILFSMLE
VRYLLLIWRSRRQNQFNEGGMESIRRELSWLYSRFYGALLVGMVILYNFYEYLNVLIIIMQCYWVPQIVYNIVRGHKKPL
LWRFIVGISITRMIVPLYALACPYTIFNGEVYPALASAPSTAEATLIVCLQVAQVAILWAQARFGPRSFVPWICLPHVYN
YYRAVPPVQDEELGAPECVICMNDIDLSETHDPELRPVITPCDHIFHAGCLEQWMDVKMECPTCRGELPAMT        
>Pmar_XP_002768844                                                              
TCAICLENLDATEAVSRSKKCGHCYHQGCIEDLIQYSARKSPYGLLHGTTCPLCRR                        
>Pmar_XP_002768670                                                              
MSTSKKRAVVARLRQTVKPQAGRGPPQSSKRPKNSEDDDYEPSDATASGSSSESEATGDDSGESSDSEIEVVKSKSREAK
RRGSTCAGRVTRAAAKKVRNEEEDDDDTSDCERSDLDLSKSALHSVRWGRVILDEAHRIKGRTTTTALGAYALRAEYRWG
LSGTPLQNRVGELYSLVRFLKYDPYAFYFCKTKNCDCKSMAYRFEDNRYCKRCGHTKMQHYSYFNQTISKPILKHGFSGV
GKDALKELRDRVLDRLLLRRTKEERADDLHLPSMTVSIRRTELTDSEKDFYESLAMQSQLRFDVYANEGTVLNNYAHIFD
LLTRLRQAVDHPYLIVHGMDCGSIPAKSTAGRDRADICVLCQDDIPARTTNEDEAQAKATCGHSFHNECVRDFLREAPQL
PLNGGIGCPACFAPITVTFGQ                                                           
>Pmar_XP_002768625                                                              
MTVSAATTAPQASGSSANPTAKPVVKLQEMDPAVLEFAISKAVYAQEHFMKQSEIAHFLKAEMEANNAGEGGHGTWHVIV
AEVIITMTEGNRARNDEDARRGEGGEAVDNNDDDDWYEVEEDGNESEFSDAESDNEDNEPSKSDNLAVNEPVGDHEGMAN
ERDYKKAHELDRTKIEEIECQSCFHRQKPAGNCEECGIRFAEYYCEKCRFWDDKGVEKGAFHCDGCGICRVGGRDNYKHC
YGCAACYPPEVFENHHCLSAETMKNVCPVCQASLFESTIPAVVLRCGHGIHSTCLRELQRNAPTIIQAMRCPLCNRSTQE
DMTPIWNAIDQEIARVRMPKEYRTTFVKIHCNDCESITEKVPFHIVGMKCGHCGGFNTQEEDRFIDEAPEDDDHDEENEQ
NEEQH                                                                           
>Pmar_XP_002767521                                                              
MAEDATDGGGLDVLERQRREAQRQEPPIIEMFNMFPHESGIVMRRGVELGMICSAVLIAHCAYLIAFYWPTEGLMESCTC



SSCSPAAVFLVQDQKALCRGEALWKHVMMNLASIILHRVVCVSLFYWLMESDFKRGIPADVLDKYSTVETYSPDHPLSPC
RSAKSIHLYNSGECSICYCAYEKGEQVRVLCCGHSFHTNCVDTWLVGHQNRCPLCLGVVGPAFDDKLDRQVTECQAID  
>Pmar_XP_002767291                                                              
MTEALNRAKSARQKLVYELEECKVACLSLKQDISAERSRAAALRKTIKNVRTELRKALDQRGWLLDRKHRIAEECRDLER
QVGEMVGRRGALMAELGRDREDVRLLKQALATAKAEKIELGRLVSAAKTEARRWANGIIHQVKEAQSDSEIRLTDMAVGG
LTARVGEGEAEDNPPPEATRGVWSAQEHWRQEERERIPHKSEDIIRREQPSTRPLVKPWANTAMPTSSSSSSSCITIPMS
FEGVVSVGFHSPLKKVLDTFSLFYGMIGPGGSAPSSSSSSALQPPGDPINGGNSDGRAAVGRRLKSLCPHILPDIEFPSE
TCVRVGRGPPKRGDNVKVVNINVPQVSKFHFELSLGAPLPGQSVAGWIVSNRSRGGTYVGRTLQTCRKVGRSGVSCIADS
EMIFLFPPNRGPILGYQLILGDASAPSTQPARQPTTPQLSGQKRRRDSSSSELPGEEEIAEELRCAICQDLMYRPVMVLD
CLHNFCSSCLSQWLQRHTDCPQCRSRVRSVKPNRTVVNLTEKLVEGDKIRDRRSDQDKRQSDDSDTLLKNDYDLSKVNRG
FLLAAHGSATSAGTVGRSDISYTDYDSYDEYEDEYSSPDDDVGLGLAMAFGMFQQVPCSVCGYCHSFDPVPGSRCVRNAL
HVSCNTCQNVVPDRPDLHVRCAICTKAFCTPATTRPCLAAARRALVEPLPSSPARLWNSDPNLRKLKDLDTSGGYVTLFR
ALGDNSFEATALEEHLRGVHKHIGDVTREVLGRDQNAKFKFEVDGAAKEIQVRNFYNDHYVCSKCGYEAVKQCIFQYRKA
LSDDQLPQRCRGRENCWYGMACRTQKHNMNHAARLNHICDRTRF                                    
>Pmar_XP_002767163                                                              
MTKSNVSSLVSMGLPRGFEWKFGESSILAGNGKQLLGAYGGYYDRENLWRKKHRKLSSHSYAGFHEGRSSAVGPGEMIKS
EPAAAKEEEDGQKHMVRIEGEESIAGENGQLHASMTTRKLGRRKDDNSTGNDRSDGGSEVCRSDPVVGARELPEAAVQLT
AGLQSLIEVLEADTGKSSTRGLDEHKIGAIAAHRYDGGMRGVKCSICMDELREGDMVKCLPCVHNFHAKCIDHWLRVNHR
CPVCKYNSRTVAKFERIFSAIK                                                          
>Pmar_XP_002767143                                                              
HTQPTCAICMEEFIPACLMRTLPCLHHFHVDCIDRWLLEESSECPSCKTDFGSGWSLDQSSRDIRE              
>Pmar_XP_002766805                                                              
MGCTQSSTRHSSRTRRSLNPITSSGRTTFGGSAAPHSEDFRPGARVIVLAGHTAAGMTGTLVSVDWRGTCMIDLDFTGET
VFVPKVMVETESPIDNLYFSESGATFASLDRRIDAVVGDRVEIVGEHELVGKRGFITEAVSIGPDDTLYTIALDDGTKAH
AGQEYVKMAEDGATRASATKAERDDKGIDAHLLAALKDMGGSKEWALARTTLASLKPGPDDTTAECALCCEDLCDSPTAV
LVKSDGSSKVRVCRHYYHVSCLRDMFLTKSLEKRCPLCREEFEHYVPLPDLKKEPKLWFKVVDSRGDGHLSLEEAVAATQ
SILPVSQYSLTDLLKKDDNKLWLRWAKTNGETITLHDFFRLHGGFFVWLLANLRELHRLKMNDRKMPNLFTSDGDCDIEN
AWFDYWDFTGAGVLTKQQLERALTIAVVARGRGDKSKGTAMEGKMNMAVSEVVEALWEDIAPQKDGLIMRNSFHAAVRLL
LPNVVTLVGGIGRIGVKWRGSGIVVLFKSSSTREVDV                                           
>Pmar_XP_002766625                                                              
MSSCPICLESFVEVQADGESSCGEVSLITLCKHLVHRNCLKGLSDQDWFRTKNLTQCPVCKQELADAPAAPIES      
>Pmar_XP_002766379                                                              
MELPSSTPQSSGHILHLHRRLHHHHDTEDGHPRIFKDIFRTGVWAPQFRAMWIAWLVMYISLGVFIGLSGEKWPILVAYL
FFFGVFPPLAIIKRIFTIKKREAVERERESRDRALQLANDKLATEKWLKNNCERMMGDDPRCICYCKDECAICLSDYHPS
DVLILLPCHHVYHLQCIKMLLDSPMSYDGNAPRCPLCRARLGDEVLMPERGKTMESVGNDASPPPTTTTTTVTSL     
>Pmar_XP_002765397                                                              
MSVDHVRLAQLRKNLSSKSAIISALGELSEMANDSETIKDPAFVEVCHRAFTVLNTRFSAAVYWQAGLELFLNMQFTCGE
ADVTLPECDKWAARALEESDEESKAKAKDRVRAAVRSTSASGGGHQQQQQLLDLLGINLDDLQAVMADVGGDQGAPPASR
DARNELRMVTLKEDELCVMCQEEMKQGSKAKKMPECGHVFHDHCIMEWLERHNTCPLCRNDDLQTEKKAFDDIAEKVRLS
RKAERTSGLYA                                                                     
>Pmar_XP_002765317                                                              
MYPNAFIRDENADPNPTHTQPAEEARVKRELGRMVQKIPPELVLKYPPPEQLIIPLLGYQLEGLAWMCEQETKEDCKGGI
LADEMGMGKTIQTVSLITKKLVGRNNPTLIVCTTTSMLQWEAEINRYLRPGTVKIFLYHGKSKITAKSLRGYDIVLTTYR
TLEAEYRKELDQLKRACPYCKRKILPELLFSHKEKCPKRPRTTWTYDASGRAHPSAPVYQPSAPSSSSSTYHHQDGAPPT
GQSLRKNLFQEENRSVLAGGGSREVRAPSYGSNVSVNSNRQQYRNPGSMETIKDFFTGQAGSRVREDHLVKQEDVNDDHR
ARRDLVDMLKRLRPKAEQGRDSIDNCYKPTWRTTPYSRPSVGGSSGAVRPSTGPSTGPLRINPSISASLQRTIGGYIASR
GIDHAGGFKEEQWMTRDSLVEPSSAAAGSISSSLNQHRYHVLGHGRPSGASISVEEEAKPMVVRLKPSSPLRECSNLGYI
KVENGASWDSDRHEWRSSVGPITQKGLVFSNGLPRPGVTGSSAVLDGPTVPVSRKMYSPLVKRGGLPGRRLEESPLLGLG
KRIKAEEMAGNKENVDDNAWSVTGPVRSYQKPSPQCSPLPKLSTANMSSSEVGWKGATMGMPRSCGQDMGGARRKAAEIV
RRAVKPRRVRLAQAAVEDSSDETGTDRSDLENRLRRAGLLHGLRWERIVLDEAHKIKAAGSSTAKAACALRSRFRWCLSG
TPLQNKVGDLFSLIRFLRVLPEGARMCDWAGCDCVLLDHPIENCKACGHPRISHYIYFTRFIANPIKSHGFDAFEGAEGL
ELLRTRVLKRLMLRRTKAEKQMEVRLPELTSALHTLSMKPKDREVYDNLFELYQDRIRGYLRRNEIGEHMVEVLSLIMKL
RLAANHKYLVNSGDDEGMRKCDVCDDDIITGYGEDDLVWMDCGHEFHRDCVGTASTNISSLSSACVQCPVCESSSVLHQS
WAQTAATTSAMPRSEEIRALLSLSSLSRRNNVISQLQEMHGPGIPSSSKIDALITRVLEMRRQDPNAKGLVFSCFVKLLE
LSQYHLKARGISTFIIHGSIPLAVRTRIIRAFIESPASDCSLLLVSISAGGEGLNLQRASHVFILDPWWNPAVEKQAIQR
CHRLGQQQIVRSHHLISENTIEERIKALQEKKQLIFDGTIGGNFNGALEKLTIADLKFLFQL                  
>Pmar_XP_002765093                                                              
MPSRSVPSSSSPPPTSSGMSLDPALLTNTRQRSQSASSHSRDYHHHQQHAPSMTITEKYEFWAGNPSVHMSTGLIYVHDF
DFNTKTGRSSSSSSSSSSTAAAGGGVSVDYDGFEPTVLLCPSVPKDTPPTEVVAIWESYQAGVEQYKVLHGPYPESYLLL
VLVGGSDSHANARQLVGGASSSLPLLEVTGCRIDGAISKSVDDVLAPVQLFAPVLTKDHQCSICLDPLLYSPSATSTGGQ
ASCGGGGVALTILCGHSFHWKCLSKWCDRSCPVCRFQQYPSRCSSCDVCGEADAMKLMVCLVCGFIGCCDTQGYPSLIEE
TFLADDRHHYTHAYAHFLESDHAFAMQVSTQSVFDFSEGGYVGLTGRASQDGCADGEGSDDSKDSCKKVKHVAKKILQGD



EENIMSEFNEVYATLQESQQQHYEEIFEEIRARNRESYSNATGQRDEVLSRLCDAKDELDSVEEDKAQLRSEEEDIKASL
ERLRVDCSDLDDKRRQLREEVARLKKDLQRRQIASTVRTKKLHDEKADLREQINDLKQYLSMRAQVQKSGATDADVQGSF
VIAQNAGNRRARRGRR                                                                
>Pmar_XP_002787767                                                              
MENSSSPSSPSRSSSTETPTPNTAVSEEAVPLPNSDHAEGLFPTITQRFAGFAETNPEEATALARITQIMVRTYPEAVQT
VLGMAGRANYFATHYLSWVPFMGGIADRISSATAGIPSSLREDPDALDERINQLLIEVLGPEKAAHLWDTTDGSPESLEG
VSEVVLTTDDAVVGENCAICMEEYKVEDECYKLACGHYLHKECGRRWLQRAPTCPICRAKLASHDESSENGHSESSTFSD
GRFTRHYESSSNGFSVQFQWQL                                                          
>Pmar_XP_002786665                                                              
MASTSPPPPASRSPPPAVEDQPLDKCHILPLGAETNRQDALDQLNSVLKSLRSERKVIHEGDVFEGKNEQEYIIVSVLPN
EGGIIVEPTEFFIEGPPVEKFTKVQLVCTDQNGEDNSEETLFGNYVAPYFQSQFNNHPHKVTEILDVNQILDIFGLKFVV
AATEPSCTHGVVTPDTTMYVNVDNSQEFTRIHVVPFQDTLSRVYQYDLWNDYLKPYFKAHPLRSYAVNDVFDYHGVQFKV
VAAEPYSSASGFERRRVGRSTTIFCEGSVPPTLRNLLSPEMAQQLQHLPPGLQMLLLNTDMMASGDVYERLMDLQETLSN
RTGLDQTTIDRIPLQPSTASREHHQEQCMICLNDFAPSDPPLRVLPCSHVFHANCIDEWLRRNTDCPICKDNVQRSMRNG
APRISPSQ                                                                        
>Pmar_XP_002786621                                                              
MIIITTTTPTMVAIASVTEDSQSETHKTLYMIIAAIAAIAVMGSVFLLRVYFCGSSERGESYDEECQDPTTRRKRRLKSL
VEEKTLRAEYKDYKLLQRSRMSTMVSSFDEGSLYETSAEADSVITGRGMASSMFHLENDDDAEELYPSGKMGAGRATECA
VCLGEYKSDDLVCELECGHVFHEDCLFKWFLRSGNAQCPLCRYNLEDESNPLPPPPLDSLQSEDGPIVGLSRLNNV    
>Pmar_XP_002785632                                                              
MTKSNVSSLVSMGLPRGFEWKFGESSILAGNGKQLLGAYGGYYDRENLWRKKHRKLSSHSYAGFHEGRSSAVGPGEMIKS
EPAAAKEEEDGQKHMVRIEGEESIAGTGNDRSDGGSEVCRSDPVVGARELPEAAVQLTAGLQSLIEVLEADTGKSSTRGL
DEHKIGAITAHRYDGGMRGVKCSICMDELREGDMVKCLPCVHNFHAKCIDHWLRVNHRCPVCKYNKLDPPNLASKVLYAH
IGDDPTKWEVLTAFKRGASRAMRVKLRSSFTERVVQPYYCSMMARAPSSDIATAICTKPGGKPADKRSVYFHFPTHEDAM
EFAEVWGNLHRYKTPVELTKEIPNEEQVHEDWDAVLERTRANVVEAFGEVNYASLVRYVRIGSDPDKFVVTHAHRDGDAG
VRLLRLAEEKAHLWDLQETFHCDDISAEPWGKFVEAKCARPENPKKKFLFVINFETQEDAAYFAEKWGAPFTAGEAGEEA
QSSERVDDSGDEVKDSHSAAEPDSSAKSSTTEFGDTGEDEDSPDGDVVPPEETPGGETDSGGGDDDEAPASGPQEMETGE
GTQEASSNDVEPASASDDDSDASEWGNYPQVSQAVPIVEDDSAGAETEGGHSTSRALRSEEGERSQEVPETEADEYVIPE
SLPTFQDVGDFTTDHDAEDDHTAAARLASNVEEDFSAGDEETQEEEAKLRHSSEGNADGEGLKADESEGDTVDDDDRLSP
DNEEVASSSEVEGNGGIFVPTDEAGFGTCREFRPRHSYRYGKITAFDTPGRRFKACLWVRRRYKKEAEVAACEEVAVRPK
HRVDLNDWLIPVKCTIGGGADAETVEGKIRCDSEYEARTLAKQIPPGFLAYTLSLAWLAIACGCQMESIVAAVDRGTPTL
KARGEKTLLSQKHGDQILTDSPPSGGESCKKLIADFSKGEADDVIDFDIRKRELTVLPGTMIHPLQLRCGEVEVPPEGKG
ATWLVRVDCRDSQGGVMVGLVEECWYADVAKMLRFWPGLGVVLKERPVLAPKGAQRTLLDGSNTLLCTTSRRPVTTSTTT
TTTTTTTPTTTTTTRRSFLGSCQEVVRPSAPNEMPQQIADFAFANRGLRISPWGAKGGSEEFLTCDPVRAPPAKEKDGRY
RVSASCYMAASSRMYAYAEEEGIVCGSYWDAQLLAVMWGGYEPPRPTTTTTSTTTTTTRKPRSRYPTCETMRPDWSYGEA
VDEVVDFVVYGRQLQVRPSYADSVMSLICEQVMELPVRHGAAAAYQPEQWSVPVKCGDAEDPGSYDNANVVCGSYWEAEM
FAVLWGGYEPEITSCPVQLTPFGFPDVVTLSCDGADGQPTELDKSGKWQIKTKCRDARGWDSAGVAYRIVCGAYWDAELL
SILWGGYRPVVTRITTTSTTSTTTQMVFTTASVANSASTGWFNFVHFDWASSERFGSCSQLQREATPGVADDLLDLKTAG
RMLTIRAAQDQASSLLRRLTCNAVNSSPVPSRGEESKWRVRVGCFEGFNSPHVIKGNIICNSFWDAQMLSVIWGGFTPRP
VLPIATHPTNGPSAILPHHLNVRVTRLGSEVVDRVGVVDPTPEEQASWHEMHILYDSLRSGENNIWGETLDGKKVNIVFD
EPGMAELLMRQFAGRVQEVTTDVSRFAQALGVRGFSSPPPVRRSTNDQHRRGERLPFLNYSK                  
>Pmar_XP_002785476                                                              
MIDSEASSADHRYASNFAAALDSSNVGKPSSIYRGVYTMTPLADSPASEGVPTIEGEVKLHMISKGAGMKMMSLSEVLLR
FDYDGEWHELQLSPAIGFQNNMFAMNSFGMRPQEELILSGRSDLSRFRLAGLTQPVCDIGPARIMIHTPSRDEVNEGDVL
PLDGKKIAVGTVVSENCGFKISMTLREIDVRKLGRKVINYSILNNIITILQIRFFLLQMQHGENNNGHAKVSLLCIGIQA
LMDAYDSLIHLFLGLSAQFMFNTFSVVALFKFILFSMLEVRYLLLVWRSRRQNQFNEGGMDSIRRELGWLYSRFYGTLLV
GMVILYNFYQYLNVLIIIMQCYWVPQIVYDIVRGHKRPLSWRFIVGISITRMIVPLYALACPYTIFNGEVYPALASAPNS
TEATLIVCLQVAQIAIMWAQARFGPRSFVPWICLPHVYNYYRAVPSVQDEELGAPECVICMNDIDLSEVHDPESRPVITP
CDHIFHAACLEQWMDVKMECPTCRGELPAMT                                                 
>Pmar_XP_002784383                                                              
MNITTTLAPAVTSTLEDSQPPETHKILYIIIAAVGSIVVMGSVFLLRLYWSRSSARGASWNEEYQDPATKRRRRLKSLVE
EKTLRAEYKDYKLLQRRRMSTMVSSLDEGSFDETSAEAEPVSTAKDSHNHISSVLSMLHLNRESTSSDDDDDAQQLYPAW
KMHAETATDCAVCLGEYKPDDPVCELECGHVFHEDCLFKWFLRSDNVQCPLCRYDLEDESSPVPSPALPVNRLQSEDRSL
VGFSRSPLNNV                                                                     
>Pmar_XP_002783841                                                              
MVRAAVLICYGCFVTILPPVLIVVVAYVLEKSHSADKRREKCEKAFFDEWSLWVSSETKIEKLSDADIEDCMEKGDNSGC
VICLEDFAVGDDVRVLPCGHKFHVQCFDSCFDRLPCNPALEFHQCPLCRTQLGPSLPKRNLTGGISDDIIITRTSSVSEA
STTVSV                                                                          
>Pmar_XP_002783839                                                              
ITLMSSLAAILAYTLGSILLVAMVIACIYSFKKGVAHFRAREDFEEWAERNTKTVKLTTMTKEFKGRCCAICLDEFKEGD
LLRQLPCGHCLHEKCFLDCFERDSDDGSERHIHNCPLCREVVGSSTWQY                               
>Pmar_XP_002781570                                                              



MSFTDSGVLVLDKKDRIVWLGGLAVCGGCCALVGALSLPKWILHVLIAITVLWIIVPVGILFYRQSRRDEQLAANLAMDL
ELGETEKKWSPPSAEEISSFVDMVKSESSMSISTIGTALSPKSDCDDLCPICLDEHGLGDSLCTLQCGHVFHERCMDALV
SRIYEATARTTSRKKCADEVMGNIKCPLCRQPMVTPPSTCITPVSA                                  
>Pmar_XP_002781194                                                              
MATRPPRLSYFCHSCGHRGTSAVCRYCGGMDKTTVTDIPPTMDYDYVDDDDEEEEEDDDDLEDFMGSPQGSRPLMVESVT
VMPAPSGRFVMAPNIIEEEPGSDGDDIPSVHAGRRSGSVKGSGKAVCSAMLESLERERVHISPADYEVLREDLAMDGGRY
CAICADEDDDPDPFTDLPCGHEFHLDCVKLWLTNNACCPLCRFELPQTDVDYYRMVGDDLMVRLLEQQQHHYEIREESKR
RQHARKVHLALLRGCPLHVGLN                                                          
>Pmar_XP_002781016                                                              
SLYDAQHDCPICLSQYEDIDTVTELPCHHLFHLECLEKWVNRAAAHRHPSCPLCRQCLPSTLE                 
>Pmar_XP_002780896                                                              
MDNGDNTNEVGRNWVCAICDEDIVARGRRFGLLENCSHPFCLECIRRWRDQKGSQDRTNLRLCPLCRVESFLITPSEVYL
PDGPDKTEVIRGYKEALARIPCKFVTAGEECPFGSSCYYKHDDDDHDDEERGKRFLCGADGKVQALRKAKLSDYLFPCK 
>Pmar_XP_002780672                                                              
MLRLNRESTSSDDDDDAQQLYPAWKMHGETATDCAVCLGEYKPDDPVCELECGHVFHEDCLF                  
>Pmar_XP_002780426                                                              
MAITTCGGGCYHFVGRVLEEVRHPRRPVFSPTLALTNVVPVGPWSQRIANHDTRMISPNIDIDHASYCGYLYKQSKHLKR
FRRRYCVLIIDKLYTFKQPEDVPRGLVTEILDLALADYLVEWEISPRVPNYNMIAGKFSFEIGTEAETPSRREWMFAAES
EHDRREWIHKLGSYCRTEQRSYSLCRLPQSYRYQIINHHKKRRKEVWQLCCGHYFCVRCIQNWSKYKRTCPVCRDVF   
>Pmar_XP_002779888                                                              
MSVDHVRLAQLRKNLSSKSAIIAALGELSEMANDSETIKDAAFVEVCHRAFTVLNTRFSAAVYWQAGLELFLNMQFTCGR
ADVTLPDCDEWAARALEESDEESKAKAKDRVRAAVRSTSASGGGHQQQQQLLDLLGINLDNLQAVMADVGGDQGAPPASR
DARNELRMVTLEEDELCVMCQEEMKQGSKAKKMPECGHVFHDHCIMEWLERHNTCPLCRNDDLQTEKKAFDDIAEKVRLS
RKAERTSGLYA                                                                     
>Pmar_XP_002779644                                                              
MDHEIESRLPHGDNEEEEVDDRRALRLQAAEARRIAGPEGEEPNRKRLRLAGPVIEVDLDDDEAAADFEAGAAPIAITED
EASDNDDEVEFVGESRAVGANWVLRREHGPRLDQRALQALDRHLGFNNNNNLLHPPPVRVEGVRRYNTGNLPDLRDVDTT
PQQGEGNDDAGNRMPLYVIRYPRGNRQRCEVCHGNISLNATTLSYRSRSVVRTIHLECTPNCRALYRPTDVGIDVIFHDA
VANDEAEVDRVITTLSHLRSRRLMDRESELRRRRNNRRQQQQQQHGGGDLRIPDQAIMVGDIGRRMITFDNGLHEGILAY
NWLIPGSGLQDQHVVNNMYHPSVAEALLRGHIPQRRGPPPPSIPAMMKKCTRVIIKKADIDPDTKDWRECTICLEPMKTR
QAVIELPCEHRYHRGCIEKWFKTASMKDPTNVRCPLDKKSLFDMLGEPVPGA                            
>Pmar_XP_002779180                                                              
MLEWHKGPDRNDELKEWLSKKTNRYEVTSDDLEANAQSSHGCCSICLAEYDPGNKILELPCGHRFHEECFRECFKVASGP
SARKCPMCRTQVGPRNEEEDVPKDPRRNAQLM                                                
>Pmar_XP_002779038                                                              
MAESGDDTLVDLALPGRFKWVWLVGLVGVGVTFILLIALHRTFSDLIIISMVGLLWILAPLVCLFTTLVRRYGFKRAIHY
LDLGLSVEDMTSSMPTVEDKKSFFEMAKNASTVSLDATVSSQDLCAICLDEEDMDFPLITLRCGHVFHERCIDSVIDTAY
EKMYAPQYLGLPILPREKVLSSLRCPLCRSQITQVDRDIEQGYRDSVTEDHDAVAGDPPPSERPLARTAAITGLSELGEF
NIPYSSDAVSTPTFAATTRS                                                            
>Pmar_XP_002778992                                                              
MPSRLIIPSHLPRARASEDYTQGMQSQDWEISDSNEIEFPGRGTRAPPVSPTHGGAEELLPSGQVADPIIPKRSSSIASY
WSLFSSYVRRVISAACPLSCRPGGGIELTRASAGGRPAHVCVVEVAMDVDVILTVRSWWPNDLSIEEVREHGLNQAHASA
RQWWRENNREFAGQGLNLQETPYFRVPADSDVVKRDLLPLVVYFNDGGESDESDDVWSTPSSRAPDSECAICLDSGSDCH
LRACHHGFHHECLTKWFCKSRKLCCPLCRSSLDSLIPENVRSKVADTVEEEVIEPEVITLRVEEGVIDSADSADLSPVNG
FL                                                                              
>Pmar_XP_002778068                                                              
MVPSTVPSERPSSSDAALPKALELAVMRQPMPVIDPGSEGILVGSPTTFDGRIEDQSSSSGHPNLLAQYSELVLSYRYWR
TVRGDGNCYYRALAYGFVEYSALFCPVALTGLVEKLAAMTDKGRNHPMFAGSYRVLAVLLPSWRVRLETAAGNTAEEKSI
FTEIHRALNTPAIDQAFVAAIRLLVADYLSRHKSDPCTAGADADCSFTWDQWANGLMDAGIDGPGGFIESAVLVMEEDAS
DLVQAAAPRALDCCVRIIMVHRDRTALHNIDYSGSTSEPQVHLLFQPGHYELLIPIQPERYSILPIIDDATLVPAGVPVQ
GPPQPSASNEFEGFMQQVLSKYHALWGQSRYLSSVVDQLLPRLDARARPSPYANPADARCELTEMRNVLKNLGEAQRQLS
AMPEDPMDDERPVPPLSGREESDADTQMPKYLSALRKAYESSTPPKGEGVNLKVEDGTEEALMDWPELQNSITPATASAG
VFVCGLCDKDGQIVGDEGDGVRTPCGDKVHKECLRQFVEKTIEKNNTPLQDIRCWRHNRRHEMASDHFRSISCVCRLGQL
FLQTNMRVQEVSDDAEMNSEAATADEPEGEEPAEGCVICKKTGKLELTLPCGCHAHKKCLESSVEAFIRGGQAPAEIECP
QHTGRRLGVSFLESTVPAALEPVRSVWSGFSARVAAAAAASGSTRQGSVQAEPTTARTGIRSNAVVKSEPQKGDPMRAVK
PSVPVNEPLFKGAVRCSSCRGILVASESFRLPCHHRFHQGCLAEPLTKQISDNGGGSLKCPVCGDSIAVEANDALLKKCL
DPGAYYKLHSARASQNNVPKPLREPDTSRPSSDERLTLKQKFERGWRPCPKGCPYLGNYPSSSDSKSIKCLCGYEYCRGC
GVDERIIAAHDGRWHKTSCPYFERYSTIKAAPRASTRCPQCAELHHRCPFPLNDGYPDKLMRSLIHTARADPEPHRRPAP
WAKS                                                                            
>Pmar_XP_002777964                                                              
MAVGTAFILLAALHRTFSDLMITFAVGLVWLLTPLALVIITLARRYGLKQAIRYLNLGLTGEEADAAFEAASRVPTPEDK
QSFLATAKNASMVTLATTAGAEDLCPICLDEEDMGDPLITLRCGHVFHEKCIDSVIDTAYEKMYAPNYLGLPKLPRDEVL



NSLRCPLCRSQMTDLEHDIEEGSSGSVTASPGETVGGYESASVTSPTGGLLSRSAGVTDLSGLQEFNMSHSPNAVPTSAF
PAVIQL                                                                          
>Pmar_XP_002776495                                                              
MSYQQQQYKIHQPSKVGFYARQMTMMFMQGGLIGASAGIAGYAVQTGTLRGCLKYAGPTRALSHAGKPFQYYGNDRIRSP
EELVAVAERAGLVMTTYGVVTRDGPDIMKHIRWRRIVLDECHLIKSRVTAISRVVRTCLHGDRLWCLSGTPVQNTLEDLF
PIIQFLHVEPWSSFAFYKRHIVDPVKEGDQAGRAALHNMLSRIMIRRTKETKDSNGQPLVQMPDKMVRTLEIPLDADEER
LYTYLFWRSHLEFNSFIEHSENLHRMKILNLILRLRQALCHPILCIPSKLAKVMGRVPTEDEDSARPGDGSSMAANLDEL
YDRFMGDPRDTSPHRKDYLKKVIDDMKVSESLPECVICLEALSSSNVKKQPVLTVCGHTMCQPCANACIRRAGTCPVCRK
PVSIDSLQVIPTQAMVNANSQFQDDADEKPPEDDAVKYKFRLSSKMMKLLRYVKRDVRRGWNVVVFSQWTSYLWMISHML
DLNQVPYRLITGKQNQNERQSNVAWFNHKTTKSEIRPVLADALDACGEVEVSEPEDDGDSTTQGKVLLVSLRAGGVGLNL
TAGRTLYLLDLWWNPAVEEQAMMRVHRLGQQHTVRIYRFVVRDSIDQRIMSLQAGKSRLTNMAFDASDAAALQKDDGRSL
TLEEMKMLFKPGTMELRGGKSREDFN                                                      
>Pmar_XP_002774549                                                              
MSFVKLKRALSASCTCRYRYSWCVWALGFVALSTAVVLSSHLHRKPFESALYLIVVAVLPPILIISYAYLAECELIGASG
RLSRASTLNASARREYSKQWKIWSSGHTKCVSIASLSREHAEKGECCSICLAEFEVDDTVRELPCRHILHEQCFQHFFYG
HFPLGAKKQHECPLCREPLGPFLDCSL                                                     
>Pmar_XP_002774035                                                              
MYWTEVASSDPPPPPPQSAWGHPHQRYPPYRYHHHQPAVYSPTRSSESDGSGVWIRDDSMCCASSYYAGPNLYDSAANTP
IFGYGYPPEEDVYSGVHGVGVCRFYQTGLCKFGEACRNLHVHDGESPRADPLWEEKHNKHQARLATRNVLCAICDDDVVA
SGKRFGLLENCDHPFCLECIREWRDQKDTQDRENLRLCPLCRVESFLIVPCDRWLVHGDEKLREVEGYKKALSRIPCKFY
RMKEDCPFGESCYYNHGGIGDQTAGDCRMMQGADGKVKNVQKSRLCDYLFPGRNGEEGGGE                   
>Pmar_XP_002773283                                                              
CPPAAPPTPNEGNNCIECAICLCPAEPGSIVGTLHVGPSSAEPSCPHRFCFDCIFKWSKATNLCPLCKGRFGCIRKHKVV
RGNITR                                                                          
>Pmar_XP_002773163                                                              
DEDSTKTCNVCIDSIEAGVTRRTLWCGHVFHNDCIRTWLLRPQRIRSRFTDGAELQTRLYDPANMSCPTCR         
>Pmar_XP_002772757                                                              
MTLREIDIITILQIRFFLLQMQHGDNNNGHAKVSLLCIGVQALMDAYDSLIHLFLGLSAQFMFNTFSVVALFKFILFSML
EVRYLLLVWRSRRQNQFNEGGMDSIRRELGWLYSRFYGTLLVGMVILYNFYQYLNVLIIIMQCYWVPQIVYDIVRGHKRP
LSWRFIVGISITRMIVPLYALACPYTIFNGEVYPALASAPNSTEATLIVCLQVAQIAIMWAQARFGPRSFVPWICLPHVY
NYYRAVPSVQDEELGAPECVICMNDIDLSEVHDPESRPVITPCDHIFHAGCLEQWMDVKMECPTCRGELPAMT       
>Pmar_XP_002772289                                                              
MFQQLIDSGRGFVADTILFLVFYSPTINDREVSTVQLVRYVCLAICLKVFHLVAQIRVGHIFELGFTSFSSLVRLAGLIF
LCGMLDMIGISTFYGLSSAHSSFYTWCLFEAVTMGLTALTTATKFIIHLVDMRLEHGWTSKTQFIFHVDLWGDVGQMTTY
LCFMMVFLSQNPTRLPFYALADILQITRQLVSRLYSLRKYRAITANMEERFPNATAEELEAQDTCIICRDKLWEGSKRLP
CGHVFHIECLKSWLVMQQVCPTCRAEIPTTMPPRAAAAAAAEDRRQAPQGDQPQGTQREEPVAAAAAPVEESQKKNSKSE
GSKATSSAGEAPKAGPATSSGSKERDPTQLPSARTVQLPGGGTVTMTHLPIKPPSAAAAVSSSMEDGSTLLSALGVETAS
QLKEAIKHAVNMVEYYEKEKK                                                           
>Pmar_XP_002772005                                                              
MSDTAEGFMEISFPPYFRWVWLCGVILITTSFIVLAGIHETFPGLIIAFGVALLWIALPVVILLVQMTRKYGFRQGLKKL
RQGPASPTDGIHQVPTPEDKKAFLEAAKSASMVTLDTMGAPQDLCPICLDEEDMGDPLITLRCGHVFHEKCIDSVIDTAY
EKMYAPNYLGLPILPRDEVLNSLRCPLCRSQMTELEHDIEEGNLEPIVEANDEEESVVEMAASVVISTPVARLPPTFYAS
TGRAAEVSHMHPSPSVMQL                                                             
>Pmar_XP_002772001                                                              
MSTDGGPRDHAQSSDALLGGGSAAADRHRNPPVALLRTFSQIIGGRAGGPRPISSGHMPDTATPGTSPEGSSLLGPEQGS
DPNRMSRRERELLVRGNLAEAVATSFTLLVTVALFILVVVYAMYLYLWAWAIWIVLTNDRKLECDVPLLMWLEVYMLASL
FRGVFQRMVETLYLRLTYGQDWQLHASEHPVKLALLKSFLNLFFPAWLIYGQTLLVTSHTCSATNSSLYTCSAWFIGVGL
TIWCGFGIVALFGATFLLWMVRTGRLRAKRGASPDVIDKIPTVQYDSTLFVDDQNSADGSHPLNECSICFQNYSDSTDEI
KHTPCDHYFHKSCLAHWLNTATTCPLCRSDFEEHYHGPASGPENV                                   
>Pmar_XP_002771259                                                              
MVQFDYIFFTYCAVAAVIPPSMIIRYCYKTEQREEAAYEAMMQAHLDGTDEAGIRRRCRQWLRRSCCKIDGSEPTLTGRV
CPICLGDFTIGDKVWVLPCTHAYHVQCLDIMLKESRPEDGKIFRCPICRVELGIADQLHSTLAAANPTPRTRGITSGNRS
VVVTGQFADDDDTPNNHSNTAYGPEAYVNGNPYHIVDGGRGVDGRERSKTSCVAVLARGRLVSVL               
>Pmar_XP_002769813                                                              
MLSILKKFSQIFLAREELPVHEHTPIADMFALYPIESVIVMTRGLELGMASSTILLAHCLYIVICNIPSSGFIEPTEATL
IDRALLLLCILRIIIALPRPLFWLRTRRDFIEARYLSTPQQITARLLDIYSHPFKIERILLFTYYTWLACVTALLCLLPI
SFPHNIEFAKTLWRHLLLNLASLVFHRVACVSLFYWLMESEFKRGIPAEILDRFTDVTVYHSGWLSNLICTESNGSSREN
EVVVKDHRYSSNDCAICYTDFQDGDRIRGLRCGHDFHAACVDMWLLEHQNRCPLCLRLVGPMVSIKR             
>Pmar_XP_002769677                                                              
MSEPEHSGGSSPPHWVRSNTGSAAAAIQAHYSIKGLSGGRPLGLMKKKRPPRGRMAPQGLARKSELSYDDKMLQYAASLT
VAEKAGLVESPRRPLTEEEWKTVKSLSDSRSDVSCSICREPFRDTSQLILACTHSFHQRCFLSYLHYAGSETSKCPMCRA
EAHDWTTHDGGLNVWRTKCATTIQCRWRGYIQRSRLMREQLPPGSLLRRKYTLRMLEAASRRAEHLGQARSDAVEKLLKD



MDRTTLESSRVLRESLAALEMFRKSSSLDKAEDSGPTLPDADIPNWLHEAVANVLERGDCDCPICYDHKCLDSFESFKVF
ETRSCPMCRQTYDRRPWPCM                                                            
>Pmar_XP_002768532                                                              
MNPYTSSYDNNDQRPSSRPTNSRPAPMVTATVLSVGGRPVQNSRPSSGVVYDINGNMISSGQGPSPYPTVLGTVIQPSAP
PAPLQVPPSNMQSGIHSVHSNMSLLYTSSKAEEHAECAVCYDTLPGKAEAPVCVLTGPDSRRVCPHYFHVECVKYMMSSD
QNSCPLCRTPYVYYLPIPDVDKDPQAWFRAVDLNGDGKLDKQEVMFVLKSTLPINYQRLEKDFDKLFRRWDTSGDGYIQY
KELMGPTGLVNFVRKNFRRGTKDLENGAGCMPSLRSNKVAWFEYWDEDRNGVLDKEEVTRALIKTFAWQRASLEQNSTAR
MIIDALWSDFDVDGDGTIDSREFCRSDTGLADTFLANTPPL                                       
>Pmar_XP_002767598                                                              
MGIVSGVYRFLHVEPWSSFAFYKRHIVDPVKEGDQAGRAALHNMLSRIMIRRTKETKDSNGQPLVQMPDKMVRTLEIPLD
ADEERLYTYLFWRSHLEFNSFIEHSENLHRMKILNLILRLRQALCHPILCIPSKLAKVMGRVPTEDEDNARPGDGSSMAA
NLDELYDRFMGDPRDTSPHRKDYLKKVIDDMKVSESLPECVICLEALSSSNVKKQPVLTVCGHTMCQPCANACIRRAGTC
PVCRKPVSIDSLQVIPTQAMVNANSQFQDDADEKPPEDDAVKYKFRLSSKMMKLLRYVKRDVRRGWNVVVFSQWTSYLWM
ISHMLDLNQVPYRLITGKQNQNERQSNVAWFNHKTTKSEIRPVLADALDACGEVEVSEPEDDGDSTTQGKVLLVSLRAGG
VGLNLTAGRTLYLLDLWWNPAVEEQAMMRVHRLGQQHTVRIYRFVVRDSIDQRIMSLQAGKSRLTNMAFDASDAAALQKD
DGRSLTLEEMKMLFKPGTMELRGGKSREDFN                                                 
>Pmar_XP_002767508                                                              
MFLNRRSQLSRSCHGMPYWWQDRLTGMLGSRQQILAAFRQTLRPPTVCTPLGAASQVRGGFYEGSNKDHRQITMPVPRNV
RPNVVVKGIRKVSAKLDILKTQTKIRSFEGNSMYRIRKLNERAYFRKWHYLRYAVETLNFYARKRAPLSILPKEDPSNLE
MRLLKPVLPQGDPSRKRARFWSKPDGFSEKELWNIADEAESGWLWKKSKVVGIWRLRWCCVVMSQRALFSFEQRPDWVQD
ANLQQSPTEKISLSTGDLKELQGSSFMGFTIGNRVFALPGTPSTRGTLLDWLMAIAFVKGDEETIDRQVEAGPMKKLPFA
DASADSDGDLSQFDSSTSTDASIFSHEFAIYVHGATGDQIAMESLDFAGLWLIPISSNRATIAASCELCQRLRGRQDLCG
TTRCGHIFHVDCLYSWTRQSVTHNYCPYCRTKFSYEETDDGTSDSPCPMPCPSR                          
>Pmar_XP_002767014                                                              
FLRVRPLSTTGCDTSGCPCEVLDHPWDDECHECGHSKHAHYNYFNRFIARPIQKSGLTSVEGAQGMRILRSQLLRKFLLR
RTKSQRESDVKLPPMEERPVIAVLSAAEAVYYQELYEQYRAKILKYAKEGELAVRMVEALKMILRLRQAANHRYLIHHQP
KGDIYCVAIPVCTSICHEEIPLRTGCSAQALAKAKCDHIFHNSCAQSWLRLRSQQCPVCQQPLVVRYGNILFDGDDEDDG
NLVACMSGLRELQSDPRLPRKHSILKRAPIANFESSSKIEALVAEVEAMRKADGEAKGLVFSSFVSLLELCQYRLHKAGI
TTLILHGELPLPLRAKVMKTFSSADTCPLLLISLMSGGEGLNLQVANHVFLLDPWWNPAVEQQATQRAHRLGQSKRVQVL
KMLTHDTIEDRIVALQR                                                               
>Pmar_XP_002766786                                                              
MSSACPVERSACGSAHITSARSCVISLVTVLDVISHGLCGEPCPLCPVCYHDVACGISFEDIGSAVATGGRVYTLPECGH
TFYLDGLDQYMEYNPTRGEHQAIQLRACPVCREPIFTAPRYGNIIKAQLELVARVKERLIVASRELTLQDRQEINRAMQS
ERGVLGAAAGHWSVDIIVGPKVG                                                         
>Pmar_XP_002766524                                                              
MDSIDEFYIGPARFDSRDRSVIAALHSAGGFDGIRISGYLYKQSKFIKTFRRRYCCLIGDKLFAFKRPEDLARGSYTEVL
ELESADYLVEWDVVPNIHNVKQIEGKYAFEIGTNAETPARREWMFAVDTEVERRRWVHSLGSFCKQVWRPDETGLEGQLR
ILRVKAIENVPNKTYLMHSDGRAPVIEDSDNSENGFPLPSLSTTSGRRESSDERTAKIREDCSNVDDKIIDLTCFADQNH
TCSICFKDLTDEEVWELTCGHYFCLDCIKEWSRFKRTCPVCREVF                                   
>Pmar_XP_002766380                                                              
IDDGEIAALHQEWNEWLKKDCEDLHGSDLTGDEEPCAICLFDYTFDDEIVRLPCGHEYHADCIQLLFASFPRNGTLYHRC
PLCRVEIGRVEHMSQSSHHTTVDASP                                                      
>Pmar_XP_002766378                                                              
MCILIGVPIVALFVGNRMVKKLFPTSASNAIPYRRDSVIDLENGRARVSTIDSVMENTTSQSFFKAWDYWVEDNTTTATV
NEEATSAAGDVDEPCAICLSEYQVGEVSRSLPCGHTFHTSCFDNCFACRPRGFKLHHVCPLCRAALGPTLVELKRVRDDD
EKEREEEEEAGGPQGVGLEGTPSVLPATVANPSNEAASTSP                                       
>Pmar_XP_002765786                                                              
MDDASRDSGNAAARSGGNDGDDRSGGGRRGFTMRIGGGGRGASNPYYCHECRKSIPRLTDDNKCPECNGGFVEAARIPAD
DLIHTLMMLAGAERSQTEESSNAMNRRQQDEANPCTCKAFIERLPVAPKRVKTEMKADDLIESSVAECSICTMEFEKEDA
EDSNCTSLPCEHFFHRDCLVPWVEKSDSCPVCR                                               
>Pmar_XP_002765510                                                              
MSSCPICLESFVEVEADGESSCGEVSLITLCKHLVHRDCLKGLADQDWFRTKNLTQCPVCKQELADAPAAPIES      
>Pmar_XP_002765396                                                              
MSVDHVRLAQLRKNLSSKSAIISALGELSEMANDSETIKDPAFVEVCHRAFTVLNTRFSAAVYWQAGLELFLNMQFTCGE
ADVTLPECDKWAARALEESDEESKAKAKDRVRAAVRSGGGHQQQQQLLDLLGINLDDLQAVMADVGGDQGAPPASRDARN
ELRMVTLKEDELCVMCQEEMKQGSKAKKMPECGHVFHDHCIMEWLERHNTCPLCRNDDLQTEKKAFDDIAEKVRLSRKAE
RTSGLYA                                                                         
>Bnat_51422                                                                     
MGGVMSRNMQEFWERAMDTQAGLVPTPASQKSINALPTNHIQPFERILSDRCTVCQEKYEIGDKVTHLPCGHTFHRECVI
QWLKQKNSCPLCRAKVDNEDDQKAESGNLNEDDQKDKSGNLNAGDTSEEKDSQKQGQIEENSQTIAWSDSKVEEVKNNTS
NPTQVTRASRASFVPSSLLSATTTVTPLPNAVLPIRRGMQRHSHPQPQTSGHGCCTIS*                     
>Bnat_84975                                                                     



MESLRFSLGSPSVERFEGRAALCSVPKAFESKKRENPHRKAWSPAATKKKDPCGVCVEKVPLHFSIADLYHFLSGFMDHI
IHAQVVEVIVPDLSSSSSAKHGSSSDEEMTYAIFIRFRTSKHAKDFVEKMNGQSFSSLEPHLRCKISFLMATNLAPTPVR
SRSHHVSSNDGGDVKKDSGKDDSEETSAPNPKHEASSSSSSLSSASSALRHWCFPERSGNGVCDKCPVCLEPIASSNMSG
EDGEEKEEERKAGIRSLCMHMFHFECLAKWSDASCPVCRASTQPCRSISCSIHSPNHFKSTNHPFAVSVGGGNDVTPTVW
DHASRSCRNSASIISSSSGVDVDLYDNSYVSRLMLTADGKPVEYSSRSRRFQHPAMMGISENSSGTMEGSGGLGQDAGEE
LTDSEHANSLKLEQIAVEFNYLLKQQLAQQRTHFERRLMDSRQQANRKTELIQGKLRQLRALNQEVFQRLDGAQQRLVVA
QKKKKALSSELEAVKIRRERMQSLNTELLKRQENKRKKVETARRLREEDRVRRIKLKEAKIQELQEQIHDLRSFLKTRGS
VNKAKRGGGTVRKRTCQPTLTGAVLFVFSSWSMLPLSVITGQGTASILENPEELVLKLNHPLSREHSSNTIRISEKNIDV
FTQIPMDIEAFFFSRVGGGMANVSEEGTVRRTVVLVLGDIGRSPRMQYHALSLSEMEKSHVHLVGYAGAEPFPEVRADTR
ITIHHLAEFPLPVPKYLFILWAPVKVILQILQLFWLLLLALPRYQSVIVQNPPGLPALLVVRLATWLLSARFVIDWHNMG
YTLLAIRFGNRMNHPFVRFARMYERVVGRSSDENICVTEAMRSFLEKQWSISAKVMHDHPPRHFKSLGTGEKHELFLRLE
RDGCLSDVAPWLRKLRRENADRAASEEKREIKSTTSFSYQCEDAHKDSASPPSAIMEPSRPALLVSSTSWTPDEDLTMLL
DAAKLIDEEIHRNRKLPPVLIVITGRGPMLESFLKELHTSQLKHVKVVTAWLKSEDYPKLLGAADIGVSLHTSSSGLDLP
MKVVDMFGCGLPVCAHGFKCVGELVRDGINGYIFNDAKKLAAQICDLLKRFPKEGSTLREMRARIEKSRVGWSEAWKKSV
MQIFQARFVPGANAARCKLFTLAIVGGIVALFVAIL*                                           
>Bnat_54167                                                                     
MIPAPRANVSSPLCKKPNPSSLASSSSSSSSSSSRAVDIYVDGTETSAEVKQAIFEATGIPPHAQEIEVNGKRLCDEVVL
KDQCIKKVSCACSLKEVADDIFVDTGKLSLDVDAFDTGLSVKEKIEEITQIPSQLQRLSHNDKQLLDSEPLKSHSLNDGN
EIDMIVRLDNAYSEVPSTHKGKAKRSKRVEKGKACLNSCTSKKVKDSTELPWDDIKCIEDPTLSKPKMPKPLMSLYSLRG
SSTNCDASIHKVIGTSQLQGDSCAVCKCDLQTGGEDVVVETPCRHRFHKDCLTPWLLIGNKTCPQCRFSLSSDGRAAEKR
ASLDVDKKECKTCDRRVRRKVLDDTFGGIL*                                                 
>Bnat_136119                                                                    
MEEYKRKAAEKYRIRKEALRQNGDTSVEHEVKVESRNKPIEGNNLNGISADEQICTAKLPNDVPPDGQKRSTGVTEDIDI
KTSVSKSQDGADFRLATSEQQKQILSRLQEAQDLMLKRDSTRNDSQSSKSFAPISKEMKTYEEEFDSDSDEMFYNKLENN
GKRSVWSMIPDIKIDANFLSKLCKDPVCAICLDILREKEEIKAIQCGHIFHKECCKPWFHKKDTCPLCRQCAWKDKNVAL
NAFEGERERIIPN*                                                                  
>Bnat_76797                                                                     
MAPSSPPSLRRQPSWTRNTPKDLINSGKLGKIVVEYFLTTVDQKYEIILRDIRSSIETLTGITFVVLLVTLICTGSWLIE
AHRGPTYITSIDDFLRLNNDPGKSFKYVVLAVPGYGLRTMNKFHKFVKVRTYSEIPSPELDRITNSLPSRYVVYSPKTTS
SDKKNYKARGSSSNSKRGIVVRFPVKWSNSVVGSRVLDVDLMKLRRKTISCMKEKLDSSSRLQQLRMEEEGDEEYDIQQY
EGMNRADLVKLIRAQYEKYPLQFNQDVLTPCGVVIGFFSDFPHGDLLPLNERYLTQKIMLDATGQFFSVKSLLKYLSPFC
LCLLVVSMAILRYLQTHILKQKMKNENNNMAIPQWAVRELRMLRCNEVVDNKIYANFTYPQLLSEMDSFVHKLQASSDDG
VSPVLDVGKSRIYYIKELKVILCRYASEDQDDVHMATKHPPFRIIPMDRVVRYRSVDTQCIDLEWGDGKRKTIRLPKGIS
SNSSSISAKMLVDIHQKLDPEWAVRYENRLLKDEQEAKKAELKRMESEEKFMDSSRTIEDRLKDTPASRLERAQMRNNAL
DYEEWLESERKRRVQQQKIQKESSGSSGIKEEEKKEESSREAKNETNKEQHQQESDLKECTFTTLCAICQDDFGEGDIIV
RWPCVSLHSYHEDCALKWARKRNTCPLCRFEIQAAPSERGFVYGLLNRALSIQRATQRRSVEIREGEAVISS*       
>Bnat_140566                                                                    
MESRCIVCLEPLQRELSILPCGHVFHSNCIQSWVSTNSKCAACSAPARYATPLFAKIEISEDVRKSIGGMMEVLEKSKMD
QEKEEAMELMQRSKESYDNAVNRLKGYQEEKASIKKEMNELKESISRYAVEKEQDEVANHKLMEFYDRLSAISASDEAIR
RVQRACKRARVGDDFLEIPMQFSGKNRAFVLQKQLHYLKEEQTKTSLRLRKLSQVRRSQNHQKKLELSKEKQELASLKKE
LENIRENTKLVQAKINVVKQRISKVTHSSRQPLRTLVSSRDGGATRDKLTTAKRGWP*                      
>Bnat_78846                                                                     
MAKPTCGICEGPIQSQPIRASCGHVFRKSCIRDYVKTTGMAGLTCPVCFDIITLTTTKKIKKKTRPRSLEGEASGVRGDS
AVETKETEQADRTGGSADSRVGSTVGESSSLRSAEEEGQTSQLPSSSGDSTCKNRTLEASSPSDGGSKNRKRRRSVTFAD
KIELGRTGMGIRSSLESAKKKKPRPILRRREGDIPKQPDDEPDWYCIACQEKVKHKDKHSHVLSIGHNIKATEMKNKING
PGKLNTGVGVGNRGYQMLVRLGWDERSGLGADGRTGIMRPIATQLRHVDEIGMIPKNVQKQQRRPSAAVISVEMSDRTNR
SLSGKGVEESARDSPNTV*                                                             
>Bnat_147490                                                                    
MKSRSKSIGCVEAECKCTFNDADFEALVEANVLPEKTYVDWLRNRVKGECCICLEDDPRNMVELACGHSFHINCLKLQLD
AKWGGMRVTHQYMNCALCRSEIKAADSRTPQGKQLKKMILPHLQLRARVFRLCKKIALEDNHVKEEAKEEEIRKFVEEKM
AVFTCNRCKEPYCGGLQDCGVEMKMKPEDLVCSDCSWKENHSQFKCREHGAQFAVYKCDCCCSLATFDCGGNHFCEWCHA
HLDSKLGERPKCQGRECDKCPLGKPHPPNNPRTCGGYKGYVIGCVKCLGIDGWQPYISKTTENDFNIGAGA*        
>Bnat_131183                                                                    
MNGPDVIVIEDAELNSLALEHELDSALEEEEIVEAHPCVKPDFQSNKSKNIKTSTPQNPCERDAEELLDEACENCVICMS
ALVGPPYSDPLAVSIECGHLFHRGCISKWLETKNSCPSCKRRCRVDSLVTPRWSPLAVLQEISISENKSSDTASSSNGKA
SNREETQRFIEYLLSMRNEFEGPMRKDVETQLDECTQKLHRQRRKRDRQKLKFYDMERERQQLQHSMMQLKQSTSALWSK
VKRLASVKDAWRAAEKKGVDPNQFLASVVPELENRHNEEELMKRLKWMAKEHQLQSSRTANIEKDLKSYLVVVYSINKAL
ESNHQVALETISLNFCGIVLFGYIEIQKEEIRRKLGRNTISKERFEQELAEFEEKLDRLERICDGCGCQLEKGGECSFCP
ADSVVPSQVTDTQKERDSDSSSSSDEVSFEEKPQNVLTELSYPLAVFPPKANGMRDRIRKQFDTFDKMDQRRRKLSESQE
NKSVGIFPSTSNPFNIGKSRFGTGSFGSSKKRASVKRNRSLNSNSFSSRINPATVSSSRAMSIYPDSSSHSFAMGGSSSF
KSSRDRKAGRRIIGSSPVTSSSMKPTKISSFFSKI*                                            
>Bnat_86790                                                                     



MSEGKISLIGVVPPPDKKENKLGPANMDPSLTRMQTMDYSCPICFETMAYPIKTPCGHIFCLSCMKDMAKRPKFYKCPTC
TRDLKSFKPQRNGVDKDLSKHFADINSRRVAAGLATPDTMLSVYDLPNLPSEEALRILAKHQLENGLRPLRNTVVRKIKS
TMISRFKLQAFVEKRTTFWKKGSIGSVKKSDQKAITAAAAAANSSVDAVWSLPVFPPSFFKEGSVEISIIGTEQPVLIFG
DTNVDIPDEKIKEFETGLKESNTSWNWHVLPPGDHRIEATKGVVDKSLENAIHMTFEENISLAKTKKQRILARRQAIRFY
RVSEVSCEFGRTRRQPFMFTVLQTYFSTDDDLSNEAAGGSSSASGGRGGEGRRGAQTLLWYQVVRIINSRNIFMILQMFQ
NLLFLLLISDEQDYPVEPACCSIS*                                                       
>Bnat_43060                                                                     
CSICLETVQLGEEIRILPCLHKFHVTCIDKWLSDKPICPVCLFPVNQALSM*                            
>Bnat_53710                                                                     
MAKCFGSFTIYALVTLGLFAVSVWHAFHTRKQFFPATIFLTTNKINVVVLSNVAFMMTISFAKLVRRIFLGDISAQEITE
IERKGKIAVTETCLALTTFREEINIRMVVLFTLLLFVKIFHWLTQMRVENVAVQRMSYGTHIRLSFLTLLLTILDLAFVS
SLTLMMIKQKGPSVLLLFAFEFMILSVVIVITAAKYLLFVHSRAGSSAEGGEAPVKCCHKHVWMFYLDFCADLLRLFLLL
TFFMIICSYYGLPIHLIREIWVTFYGLRDRILKYIQYRRLLRVLDHFPRATEAELLDTRCTICLESMDEGIKLPCSHVFH
KHCLYTWLFNSNRCPNCLREIPTSLPLQNGAAAAAAAAQEPVPAAANIPNHQGQQAQVAGHSPVPETSAASGPGSDGEHV
DLKGDSKINRSGTTTTQRVPGSSAASLPYHRVYATPPPGPYYSHHFAFPLNVGGSAFQGSPAGTETMMRVSQRQTLMLQQ
HVDFLQTQLVLLHSRL*                                                               
>Bnat_71042                                                                     
MDHIKDVIQFLVGREVGAGGGANTPLTSTIELVVRLLEAFAPPEGSFVRSFPVLCSGVGTVLTVSGFSMLRRLGIPVLLV
VQTTAKPLAACSALASGGLLMQHSLSYTWQISLLRSLAELVAGTGLFAGGVILSQPLGGLLRMSPSKVTGATLCANGCFA
TAAFVDVALRMRTAGRSSTGIALASLAAYVIGLQTAVGIEMVAEVHVLRPMVYRAIQCISRLGGLAARGISRTVCMLMDI
TMKSLRFVWQKLVKPVGSALISILGSLWRTVVKPVLIFLKNAIVKIFTCLYKALDYTLNTAISLAGLLWRTVVKPVLMFL
KNAVVKIFTCLYKVLDYTLRTASSLANILWRSILKPVLTIIADIASEGYAAMRDGLIYTFRVIARVSSYLWSSIIRPTLT
TVANVVGRVWSWLSRRCTQICNVAWTAILRPLFRAVTNVAVEGTRLLWQGLRNALAATQRFGREFMRMTTYLSAKLFRLA
SRVVRLLKRWVVIPVTKFLSKALRFGLVVAWPTLMSAISTKFIYSAYSAEGFASRLCFSLAAVSSISASLCLIGRAVVHC
CRSLPAINVLFPLRHQYLLEDAFSSWGRRLSSLGTWVILRQDAFVLDLLFYATYISISTCRDITAALASLLRKAFDHLHN
ILANTARGIYRLSTYIFSVFWGAMRRVANVVFRALLFIWEEPVLSSTCSCIALASVYLLWSGRLQLPPLVTSSVLKLYGS
ITSDIPKYAWRSADDLFMLLRRFFSSDLPAMLSTSAAAATASLRAPWIRCKDLSKRFYNLDAMSHFENARFASAVYVIMT
TSARVASLGSRLNDETVAAVTVTVAGMTKAIFLPVLVLGSISRFGGAAAVLAGEFIAAPISVIYVGTTLVALLYELHQRR
SGRGEQGLRRRAAPVHPSAGFRRSVEEKKGSILKNLPEPVRIYYNANCIICSDPIGIDENEAKLILKAERIQVTNSKNSM
GNTVEGKQKEAESSAKTVEQKPVKQPVHALPCGHIFHAVCITQWLAVKSRCPLCLRDVNPGISTFLL*            
>Bnat_131519                                                                    
MVYIRMTERKRSHLNLAQRVGLLEKPAPKLTEEEWKGLRKTAVDRGSHLRPCPICCDHFGTQPQVILSCSHVFHSACLKS
FEKFSGNVVCPICRAKDYQAKLIDDGARIFKQRSIVVIQSWFRGYIARKKYFELLDKKLKQTTKQMVKQVDKKQDALDLL
FAQMESNLQLSKMAMEAAEVDDVDVCCCPCGYEEKLFHLSFGNALDSRNVAGSRSMELCQRRMAKERRVRLSDMYEQSPL
KEKMHSVELLASFP*                                                                 
>Bnat_26466                                                                     
PASKEAVNAMPVRKVTESDPITSQKCAICQDCYEKDHEVIELPCKHTYHKDCCMPWLKEHNTCPLCRANVDRKATNAN  
>Bnat_71524                                                                     
MRSRKGANSSSMSSRKRERSSKGERVRRDVIDLTHGDDDNDEKVEVARGSAKRRGKHELRGMKTKTKARTCNEGWLMDDE
TAAALLYRPHTTISEIWGCEACTFHNQLANACCIMCGTPRTTTRQQTFFPLTATSVKSPSSPPSLSSSSLPKMSLPRPNK
AERIRTKEKRICRWRSKPNSKTRDRIERARSQRLFLVSSDHINDFCREYAVMGSTGNIYGVNISQRPSCTCPDFLKGNLC
KHILFIYLKDELKGIFAAAPSRHEDHGGGERSRGIRANTRVQRAYSILTGALGDDEKGRGDDEEKGKTAKDHGTSSNKNS
SSSSSSSSSSSIRKEIKGECPICMDDLEGVPAEEVTYCKAQCGQNVHTECIDRYCISQRKRNQQPMCPYCRAPWQQEGRE
KGESRIEKGMRATVQRGTSGRGGAFSLQINEGHARGRNPGGLRSVDLPGVLPVIIYLNLGMAQGLSTNREYKQWHY*   
>Bnat_53186                                                                     
MERDEEMARRLQQQESGGLWQRGRTSPEYLRMRLQNTLRMMPANDPNRALVEQLHNQLARLPYIPQQSMNQSLAQLLRQQ
PIPQGVPQTVIQSLPTRVYKKNDDGKEAGSKLEKSEFTQCMICLEEYKDGDELRTLPCFHFYHKACIDKWLEGNTKCPLC
KNPVS*                                                                          
>Bnat_140758                                                                    
MFQTAIVVFGVMDAFLESNQEEGSFCGLPCFSNAVDFDDFDGDNVEGAHPPSSDFVTCDQPMGDFPSGCNVPGYTAAIDR
NSPCFKHRILQGIDVKRAGDPECAICLEILDPDEDRVDNDIVMLACNHRFHRRCLGQWLESRATCPMCREIQHSQVRRDI
APTCRNLVAYAGPSSRDTESLATMMLREADQPYLYPSGSLRVGIVESWMF*                             
>Bnat_70062                                                                     
MAHQACLDEDLAHVRIRSFVYALDSKYELQMETATKEAIVTMLIKEQLFVFAGDMQKCVTDRKSLQIMDLPSFLITSILK
EFSRWQRRQEHQRLDRDIKSQIPSSKHARAKTRSQVAKAMTTKSVAAANHESKDEAIRSGQVLLAGRPQIRLASSSSSSS
RVKVIVSSPLPSLEPPPNRTLPNLLKESETPASTPSTIPTAAAAAAGVNYSPNTDRTVTDIAPTKVVSATVTSKPDDVVK
KEEEDSTCAICLEPLRGGAHLQLQDCGHQFHEHCLRAKIKAGWPGARITFDFLGCALCRVEMRHESLSPALEPFLKLRAR
IKGLALDRLKYERLEDHKEILDKGGRFYQDPSAFAMHYFMFYRCHVCNEPYFAGGYECQEAVIMTAMALAGADFNEEDLL
CPSCQPVDIQDCPKHGKQWLAFKCRFCCNVSSWQCWGNTHFCRSCHVNGTWQKYVSYRSGRNKLELWEYPQCPGISRQIE
ALPPDISLEDKRAKCHVMWYERWSQPSLCPRGLKHPINGVEFGLGCIMCGDGSKTNGVTGALLGKARRRNHRNNGRKEIS
SADDIKEEEGAGGAAAPAFKGKKQQQKKRRPRRKDLLHIIRVRRC*                                  
>Bnat_131611                                                                    



MDVGFLQLRMLVLACCYFGASFASSPWSPETFPNPVIDPVRCGLQAASRVCDPDEVLSLKTRNELSDLLGLIEEDTEEEN
QVAVAIVAKMSERMEGWDKMEKAKTFASTLGDSWGVGIRGVDNGVVLFVSKLDRVAYIKTARGAQEALPDNVVNRIISRM
TVQFKKDQQERKSSYRNNNGNNQDFDDDDDDDDDSDNGDDGRTMQDMLAGNLDAGVLGGVALIYDALKNPAAWKRSWLGS
VWDFLGEAGPILLFVVMMISFSFWPYVALLCTLLCYAVAFPVAWARDKWVEYRHPSNRGGGAAEARPAEDANASSSSSSS
PSSSSPSPEGKEAESGREMTEEERKSAEETLSRIRKEMERKDDEEPTMCCICLEEIKGSSSHREEKKAAATTTLPCSHEF
HTECLREWVDSKGDSARCPLCRTDIPYDWDRPRDGAAAGRRADSKMTNVERLEAMLRRFQARFPRWGGGSRRWAPRPQAR
RLMRYGSARNKWYIHDSDWLFFLSRRYDNNSVVQPGSRYASWTSQLPDLGAALTRANRRMAEMKRNAAKNSRGGSSRSGS
SFGGGGGFSSGGGGGGSW*                                                             
>Bnat_61809                                                                     
MKAVRVPNLRRRDKKTKQCTICLGPLQSRGLLECHHTFCFSCIQTWSQRDNRCPLCKRRFYSIRDQAHHSYGVRYADFKS
TVLESGCVVCKSKDNEEVTLLCDSCEDPYHTYCLDPPLLSIPDGEWNCPRCIKRINLPQDHGLDFASSVFPADSSSSRRR
HSGSKRPLGTGRSSTCFRNEDSSTSSSQQFS                                                 
>Bnat_75499                                                                     
MCRFGEQCRFKHDAEDLASSEERIPPSSRGDSESKRKKKKQPKKKEDLPKCCICYEHPPSKVSHPESYNSSIHANLSKIF
PQGRRYGLLSGCDHVFCLECIRQWRRTATQKKEVVRKCPMCRQTSYYVVPAHRHDTGEDKRKTIERFKSSTSMIPCRYQS
QGRACPFGHRCFYLHLDENGVDTKPDEEKEWEKQQLKRERRAARARRHVELVENLLRLSIEGAAELGGNHRIGEGGELRG
DELISTVLLARDLLGDLNQ*                                                            
>Bnat_87622                                                                     
MMAGGNGSGSIYGQNSIDGNYNNNNGGDANNVLMPLQRNNDAVVDPLTGQHLLAGRSARNLIHQRAAARMLLVLLAVLCT
VALGWVLIEFAKHEKDECDVPLALYVKVWVVLWLFGVWKKELFHKILLRWSPQDGAPPFRVRLVDSIYLSAVHAWVAMGI
YWVVSSETCHETASELYTAVKWWVSLQTVVLAMSSIAILASRNLISWVQNSSTFTFAEDPRVIVSRMEEVKFDPAVLVEE
NGEVEHCSVCQEAFDRNKTIRRTPCGHVFHEVCLATWYQRKPTCPLCRAEHIGGGGAGAVGNNPISYAAIV*        
>Bnat_37897                                                                     
ILGCKHYKRSCKVQCSECQKFYTCRHCHNAAESHQFNREKTTSMLCMKCMTKQPVGPNCKNPECGARMARYYCGHCRFFD
DEKDRDIYHCIHCGICRRGKQEDFFHCKQCGTCVNKDIQAEHKCFSGSMDSNCPACGEYMFTSTKPVMFMPCGHCIHTKC
YRKYIRHNYTCPICRKSLGNMTAMFDRIQSVLNEHTMPPEFRDIVAKILCNDCEQYSTAPFHFMYHKCGNCGSFNTQVLS
KSKRETESQQADADDE*                                                               
>Bnat_142127                                                                    
MADWNSGIKANAPTLTVWESLYKQKIGNAKDFGGGQPVRPDCKICGEPCVIGGIRLDCSHLFHYECYSNLTREMLSKGSR
LAKCPICRTIKNTSNPRISKLRSPKNGQKTKSRTKLPRAAGATSSTPSPSGSGRKTASKRSGPEKLKWEIYKIRTEEKVN
MEWQKEYGKKYGPGKSPVNKTMARKLMDKEFRDDRPVGARDAFIKPKSKYIAHHTNYERKKFVSKHSLKKSTVKPNRVGR
DLLAEMRRDSTRRMSQVRRLARKEIQIPDHAKPNDPWRNAKIKGR*                                  
>Bnat_60473                                                                     
MTFSIFWFRVMLNQPNFEGAMWKRGASKSAVERLTRVINFDPKASEAKKFNASCRICFEDYRTGCKVRLLPCKHHYHVKC
IDPWLVSCKKECPLCKRSIDELAPAKSVDASLESKL                                            
>Bnat_71988                                                                     
MTSTLQFIGMVISLNIEGTHVTPLDMVYSGGFIHAAENISALISRLRALKVKRYIVPEDDEKGTIASGKVCHNSSCVICL
EEFKLGTSIKVLPCKHGFHSECIVPWLRDRSDKCPICKQTIVVPSGRKVL*                             
>Bnat_87263                                                                     
MNANSSEEPSSSHMFPSCPDSPCKTENVDPFKTAQSEEAKELKTTHKENVNSNADEEASVRLALELMRQESWEMHRIMQS
ETLLAVQESKRQAMNLGKSQTLDEDMQLALMLAQEEEKLDDQLQNQDMDDLDLDEMTHEELVDLGNRIGSVKQENWEKKS
EEAVANLPVISFTGQNEFKGEKCLVCQCEYEEGEMLKRLPCGHCFHSGCITDWLIKNPLCPLCKRPILEMEEEEEDKAAP
SSSSSNSSDTS*                                                                    
>Bnat_27588                                                                     
CSICLDIQKVGDLAVKLACGHFFHKRCIGPWIKRSAICPTCRNPISSTPRGGSN                          
>Bnat_143483                                                                    
MINIGTLLKQTSRNSWGIARQMILDPRKCDVVKVGRDPRTNDYVLDSRVTKNMISRNHARFKYDEGKWFIIDNNSTNGVY
LNSERIPKQEPQTLSSGDIIIFGVNMSSSEFVYKYEVESLASKDEIERIRAEKEKLVQEEVERIRKEKEMVGAAFHGVLV
LLGLMQEEKEQQIAGLKRKFQHEDTEYKKRLKKLETERCQERLAEQRRYQKAQEEITRIREEAKAKEEQIAKEKRIVEEK
QRKATEEKEKELSEKLQKSLEELNKKREQERQQQDAILRIREEEALKLKKEIEALNSKVKDGTKAKQELEKMRQHLDESM
EEELECCICCSMFMKACTLPCSHSFCEDCITEYLNRRDECPHCRKKVSLPIIPSVTLNNMVERVIQSRSIEEQEKRKQAL
EQRNNKEQMQAAHFEKLRKTIETAKKNGHSNYSKENHTHAGREKNSGFFNIKNNWSKTEKGTFKEGMTSLKYPKARKLYA
STVSLSEDGVAKMNQKHLTQAIKNLGLKNMKGDSIIEQRRKLMLFVLYGTMALLA*                        
>Bnat_85758                                                                     
MKMPHFSSSKARVVAATTAVRGGHLANNNIKVQGIVTARYSRSDVSLGLAIHLPRNFPLSPPTVEFTEQLNIDKAKARRW
QLNITRILASSDATILDAVIDWKKNLDKQFQGLEECPVCYCVVHSVTRALPQKRCSQCGNRFHSACLYKWFESSGNSTCP
LCRHLF*                                                                         
>Bnat_68368                                                                     
MRIIKAIKKTFPPFAPRSDNPGHPFSAGAASAVESPRFEYLARGSTVGIRPVFGILPEEPEEKQDKKFGADKNRSEVNGG
QDEDDLLQFVAKPARRGSTDSATTGIVSPRISLSSPRADLCDLTVPALSRDASLISRAFEDRKGAGGGGEPAVAGGEPKL
GDWVRVKASVSEPRHHWGRANHSYVGRITAIDGDSCYIVWEHPESIKKPWHGVLSEMEICTPPPPPPGSRAFTELARRLG
GGGKQVVRKTSDEKIELRIAAHRAILSSWSPKFRAMFLSPRMRNLPFGAKVTIPVEDPITFREFVRFMYIPLARLSRDNV



FSMIRLSHQWRVRELEAQCVRFIQKTLTVREIAKDWELADVRGQKAFHQSCPEFAAKNVRQCHEILTREHLAKVLARDDL
GVADETEVFEIVMERVRGLLKDQKEHRQEEGEAEEKAMRRHRQGMMAQVVSLLSALRVGSLPEGYLEDIVLKQRELQGPN
GKLESDFMEVLLMSPRRAPLGRKAYPGGLLGFRSATRLGLRFTSVGDIKANMVVRVLSSVPEVARLCNEKPAGATSGAVG
FQPSMAKFCGKLVRVKSISVGPAAARIHGYMYPYTCLEQVPAVELEEYQQRLKDRVLREGELVDVLDREDDWLPARVEKI
KTDAKSGQLEALVSLVEFPSKWDEWIPVCSHRIAELHEYSRRRGEVLSVVKPMIKRGLLKQQRFSDLSPLLQGYLAFILE
HGADARQFWTGEVRKELASAFGIERLQVGDQEWAAVCVHKRLRHLSAMMMDSKGRTRRSQRDASRLNSDDPKWPPACVDV
SGLKANSLHEKVLMGQEVSLRRIAQLANARVAARIEHPRFGAAQEVEGAEAKFFAERSHVASGELSEYDNTGIHILPKVL
ELWDGERDELKLTKGLSGLDTVLMQTLLRTTMIHEVKQARITNAPPFVASGCDDKSVDGLYKIVGYQNMRPAYENASGTR
MWFDDAVWRIKAKGYDPKKAVSTSSVSASSCRAKNKFQKGDPCPICYKEMNEEEEALAFCGVKCGGGFHAECIRVWAATR
EEDNKAVSCPLCRADWSGTSVEFEHAVGFFPPLGRWPGQGAPTLAITAEAGAAAAAEAAAVAMEKETKGEPPLRRRGKEG
GGQGEKARKATKRNGLRGESKALPARSNLEDQLKTPVGICERLICGLGKSNNPNSYAALEGPEKVKGTFKELKRMGFTAQ
MLTTEANLVGCDLDAMTKRLVSAVGAAEEEKASDDEAEESKMTELLPALLRALES*                        
>Bnat_59757                                                                     
MSEDMTIRHDAEGEKTSSSSGVSAPCSDKTGKAEKGLSNSGGGMEDGAEVDTDTDECIFCMDSISKDDQGGIECCEHIFH
ADCIKNWSKFNNQCPLCRRRFYKIRRCIVMGNQLKYIDMHVKDVDQKIEEDGDGSPDDFLGDLENFLGEDDNFVVHDEYE
HEYYNDEEYQVAATK*                                                                
>Bnat_44040                                                                     
MGEDHDNCSQHHHTTIKQVNLPPSEDHHHHHHHHRVPTCSICIMEFEVGERIIKLPCGHEFHGECVTAWVEAKHRCPLCR
QHIDTAQDRKMTSVGGGGGRSSSSCGPDATTTTTTTTTTTAAATNTINTSGNIEGKRREPSSTVELMRFWNNENHYSIDD
DDDDDKKESGGGGRGRESHELMRWSPSQTSLDRQSKSL*                                         
>Bnat_91090                                                                     
MVEGNKGKLEAKASSTAGSSSSVTKKRRRVVAPTLLETSSSIFDATNNERWEGGGLLTESSREIEWSSEGDEEEDEEKDE
KMGRFRLGSYLLSVEELVGKTTKNIRKGMSKERLELRNLEIQQKMKRSAILLGLFSRNPQELADIDEDYDEVLVKADDPS
NTTWRNEIEKLDKRTDVLASEQDHIEHLLETKFKVKGGARYLMMKTVSRARHYGSQHGHCAGAKHKDAFKANAESAPFKE
DELVYEIPEDEKEEEEEEEEEEEDEDEEEEEKEEDNEEILGDVAMVQDNMNDGNKEERRGEQEDSAKLTDGTPDAAAVPS
LDGEQILPFKRGAASRSIIARKEELSAAVAASKQEQEQTQQPSQSLPKRRGGLRSGGKAKGDVMRRLDDFSNQIRINRKM
RAEQREGTVLGQTEKLIEEKEKKAMLDQHNKKKKIAARMKKRKGKKRGRSGGGKLASSSSSGEEFKYHLGSIFVPMLTTD
GAAATAAASFGSKDRKNHINPGQQGVEVQISFVLGQCEVRGPVRKGGGEKKRKTEDSTQEGTSQKANVKVEEREGGDEGG
GRVAAEAPLLGYLCGGCSSSSSSEHGHLAGALGALKTLSQLGTIQVKATLLFRDDAGELLLLESMALVVLDVLLVADAFR
RKTLLRSSAAQRAFSAVLEGILAQRQLLADHISGSEILKTKGGGGEGLSIVADNDDRSRKSPATSNDTYLQKLVRFQEQS
HQQERLQQKAPKGGRAGRGGGSKQRQLAIQELYESIRPTPSWKTEEPQPIELLPILLPYQRKAVSWAISRERQAEGRKLE
NHLWVHLPKQSERQRQLAASRLSGRLKTAASDDATTPITNGTVAAPPAPPPFLLPTKDIWYSRWGGHVYDDLPEEHRDYH
RSSDGAAGAKRTSTSSSSSSSSSSSPPSSPSYSVCGLPDEIRGGILAEEMGLGKTVEMIALMLKCPRPRFPSLQHLESQM
VMDWPLDREKPLYPLKTTLIVTPSSILHQWKNEIKRHAPGLRILIYDGMQAGKRRAGGGGRRGDDDYYSSIQKKGKKRKK
AKGSARHADAKTRALPPLGKRKKHSSGLDISRIEELGSSILEYESEEDDNISDDANNDEYGGEQVVDDDDDDADTAMESA
AGEASAGKKGGPHYQPYSATASSTLGARHERKHYTHPFKDYDVVLTTYRVLSSEVHYGQINDRNFRRRKRYKVPWSPLLT
GRYWRVVLDEAQEVESTVKQSAQMALRIASVNRWCVTGTPIGKNELEDLYGLFVFLGVRPLDDAKCWRTCIQNPYYDGHK
RPLTQLLRAIMWRHSKRHVVGELRLPPLVERPVRLRLSAIEDEYYKMQLRTIRNRVFIQLQAGLLGDGGKDKDTMKLIRL
LDPLRLACCNPNAAASGGGNKAKVMDLRTFGANMVNGLQKKLATAERELCRCLNQIGRIYSRRGSRSLALKHFEEAFRIY
DQGSDVNAPPPAGGQGNAKDSGRKRPQDKKIITANEQWRQWKHIELISVHNLKMLHMHSLIHSLAIHHFRENIEPFAAAA
GGEGGRDDYNALPICARKGQYLVAFYDADGRSYGPFPLDMRSALCQRAVASPSLSPSPSKSSSALAAAGEDASSLLRVFE
SVLGLRRPCIRNIFVTKLLSPQLHGPLTPSSSHSPEVEPVRVARRLFTQPKAAKKRKSKQQKNKTASTGESDDNEAEHQQ
AEDDDEDHGSSPSFTFKSKSDIGLRLEGGEGDVGASTGGSINSSVRGVSLQEREMAMDFTIIVDTRGRAAKESLERISDT
CPWIMMDVDAAAPAAAEGKDISSSSSSSSSSSGSRSKKAKQPKEPTQGQEDGPAVDSFIEAHLGKSALESRQKVLRMTRL
KKNVIADLLEAYTEKRVEQETLMTTYRLETIPSFLNAAELLPNVREIAAPFQKEDFVQPKGARLRKMLLDIAKVDAGCVT
ERKRYNRLFKVFDVHRESSTYQELLKTITDNRNVASLKARVQEELLQYLINRPIIKQRSSSIGDRAKMPLLDDKRQPEQV
ATTVETMITVRVAAIASMGAKNMRLEHRLNKWIRSLKRQFTNFKGKLDEDLRNTVDFSREQDFKECERKWKLYANSIKVL
RICKLLISTEQKRLEKVTGERIRARQQLLGMCEEEEHRERGAKGKYKTQGTASSSSYGHAGASGNTSRPILEAQASQLRA
SCKHFAHQLKYIAAKCGLKGYNSSSSSSSSSSSSTIKTTAGRDDQKGDAKDAITGATDGLVVDLTAHKHGDSGDAKKGER
CVICKMPEYDQATVTPCGHTFCFDCIKNWIRRRATCPTCRAKVKMESLTVLASAGDDAQLAGQESNLGLVATNEAEKRFY
EESLSRISIQGAGRHGRKIETLIRILIHIEEKCPGAKSLVFSHFNGSIRAPGTQLQHYGEVGENREIQKRQLKVVAGGHC
RQEGEGRGRGHSDYGCSKFTKICSLLRKTSVSCCCLSDLILQTTNYLLGLTLVAATNVFLFEPSFNFAVEQQAINRIHRI
GQTKPCTITTEGMQQQKASSRSKKRKRTSGNGEGGDDDNNGLGLGKGARGEDDQNGDGVAIQKAKEEIKAKPPFVHHDHH
MHPSAQPRCC*                                                                     
>Bnat_133076                                                                    
MVLSIVRSAMGFLLLISGATVGFYNLLVFHIPVDFVLFVGACLYLSNLPEGNDYPIVGSAGVVRKQWSEDSKVVVQMARP
DQADLEQKRLEFYKFGKHVKCAVCKGVGTLHSETSLPGVVCEAGSSNTEASAKIVQPMDNIIDAKAAAAGGGGGGVDPSC
PTAELAAGGTSVVVDAVVVQSETKSQSGGNGCWMCKGTGQTSEWITSYQAPHEKSIPCMICWDESQWGISTECTHFFCST
CIKHSLEAILEQGQFPAYCPACRADAGGKDIKAGRIEGPALTFLEKRGVISKDLQYRFMKQQRRGVEEFFRCPANCGNYL
KHKDPEWKNLIVPGKAGPISRRIQAPGKCPCGVMVCLRCHLQLDRKDFLSHDCGLDKMNPMDAKTLAKMNQLGKRCPNCN
NFIEKTGGCNVMMCGTHAHGALLTAIKNGGCGHQFYWDSGQPASGAYTGIDGKRKNGFISPQERMEAMQKLGKVEKKEGN
TKKKDAK*                                                                        



>Bnat_88824                                                                     
MIKLQRQGIILHMGDSFCAMIAFALAIVGTSGLIIENKESNTMKTYRHFTADDFGKKEPYNVKAELVFPPEMNSKLCHSM
AEVGGNNATITSIQHNIVMVMRGNCTFYTKALNAQRGGASGLIIANNEFAMFPMKMVREGSLVEDIKIPVVSITRKDHFD
ISGQMLRDVNVTFLATLNQRGDYSAITLPIISPIIIIFIWMTIMSLYLLRRVCMRYLSRQNRVSAMRDIPLVRYEHPPEN
DDDDDDDDGVAAGNGLVPQPVRVMNSRCVICMEDFERGEELKLLPCGHGFHPACIDPWLQDHSERCPICNQSLIVQQHQQ
QRQQQQQQQQQQNQHGVMEGNGIAASQLRTLSNDVSLHIGEDDSEELQRIESGRESFDMKNLRRDRRSLI*         
>Bnat_33976                                                                     
CMVCFENYEEGESLRALPCMHTFHRKCIDKWLRLSKKVCFEMEHEEEEEEEEEEEEEEEEEKRGGGGEVGNGNIYVNKIA
KHMCCAFACACYFKNQY*                                                              
>Bnat_83838                                                                     
MALQRGIGESSVDQLYPIPNYSPEFPIRHYAMLSMMMRELTPNDYELLSNLDSRRNLEERKQGLSEAEISVLPTNVITER
KDAKVQNCCICLEDQVVGQLVRRLPCMHAFHRECIDRWLQEKSSCPICKKSARP*                         
>Bnat_132900                                                                    
MEVEAEVSYWCHNCNKELNEVDDRDGEIYCPQCNECFVEEMEDGGRQTDSKADTDEKVTSSSTPAGTEGGHESKRERSAD
TQTSSSGVQYSVTRIGDNDVHFHMMQGGLVPFNQLLSNIQEHARISFVPLLSSLQRRGRDRRSIQDIIDAMVNEGGNYGT
PPAAESAVRQLKECKLDQKQVEKIASGCPVCQDDFKEGETVKQLPCGHFFHSDCILPWLKLHNSCPTCRQQLPTDDPHYE
QQQQQRQANQNSSSN*                                                                
>Bnat_74598                                                                     
MSVRHVTATFGAQQPYNITGQLVLLTGKSEEACSQLNKNLTEGKILLILRGGCTFLEKARHAQNAGAIGVVVGDHDPDGR
VLYSMKPEAGSQDEISKSMPVMFIKGLSYQQIKAKILNAKEGETFYATLRRDEELSPHTMDPRHPLMPFMWLMLGLSYWT
RKFMAHYIARRRRQPAVQEMPLVDYVPLDSDLEAAEQESLRMSQQQQRNTSIGPNALKHTSEASARQVINPTCTVCFEDF
QSGEQIKALPCNHGFHAACIDPWLLHHSDKCPICARSILDPPINATKARRETHSGGSGAGTIGRDRRSPLQHVITAAEEA
PPTQVTRARLHHRDTQTRSQRRSEGKDSSTGSNSLGSNVVQHRQPDVKRAFQHNLSSRNSSSHGQSPPPPRLRGRSNNWR
TMAYSYTQGWASRILDRQSSSTHTL*                                                      
>Bnat_90682                                                                     
MGSLLSSLLSSLGRRRVKHSRRIQCHFPFEHYISESANKCRAAAAVRNPSPHSISTKVSAREDDKEVKKGCAAAKKELET
CPICLCEINDGRVVKLKCTHKYHLDCLKGQINSGKASKSGRITFNHLKCALCRTDIQWAGYIDYNFRRVFNTHKELREQA
FNVCYEQYKVDDIKGLKNIEILSKEAKRDEILRVMATYQCFECGDTFCGGKAECDAQSDKAKKAKCRECSFAGARSSLKC
KKHGVKYAIFKCDCCCSIATYDCSGNHYCNTCHSKIDKKTVGRPKCRGREGDNCPLGVPHPPNQVRNHDIQKNGFVVGCT
KCLGIHAHCTMSAVSASTRARFGEKGVLALNV*                                               
>Bnat_90685                                                                     
MKRRRPSEEREGGRQTLPNFKTDTPGASTQLMKGQSSKSSKSEVKEGANVSSSTTSSDPPCAICLEEHSKDLCMLEKCLH
TFHLSCIVEWWRVGGSCPLCKRKSGFALFRIRSKRDYEKVWLDPELSYQNSWWTPDHQLRRLVYVRNLRSVLHVDGGSDA
EDDIKDQGKGDGKRNFNDAVAKRKKRRLKNRRHDNVLKSNARSQEALLKAWATRELQSILEVEDVSIIVQVVISLVLQYS
LYSEQFKIHLREFTFTHTGKFVAELRTFLQNPSTIAAFDRRNVYPGLPHIDTIQLRRPMESSNVEKSHTHPLNGDNNDSG
SGEGHDIESQLPAVEQDVLSEPPTPPSSPDANTMD*                                            
>Bnat_86132                                                                     
MYLTSLFCFSVVLMKYVDFCAEFLLQLAKLGHFLQIWKIYGVSFTLIDLFLFMNMRSVLVNMINCACAFRLYRQALLEID
LKIPDAAPEDLVRDDKCAICCDTMTTGAKRLPCRHVFHRQCLEQWIHQKRICPCCRAPITTDKKKCDAKNDDVQQPANGN
VDDAEIITPLPFHLHAMSFIRRLYSFTTGTQERGRSGESFQILSEIFPHVSHQVILRHLDEGPNVQVAIENLLQAHNS* 
>Bnat_134234                                                                    
MNTQNADSSDTSTRDVIDLTGDDDDVIIDLTRDDDDVIDLTKEKKKKKEKNEFDDVPAKHKLEQLIHLFGKTCAICMNIM
KPGERVCVSMQCSHGFHTACLLAWNKISLKCPQCRVESKELAMCHPI*                                
>Bnat_77919                                                                     
MKYLSRSRSVHPTYWPLKIASFAALESAADSSLLAVSLLRTTKFLKEIVVEKDWNNQRTGTNPLSNARQPWEWHVVLSAM
NPPQPALWARPKIPTKKAKRAIPVDNPFQNQAMIRAFEVRGAGSSVVNGVYQADQQVDGVQAYRKVGTNIMLHRYPNTER
RGTSIWWIADWGPGRRPADGDDTDYYFASSSLGLPPQSGWRIDSKCDGGLPAPVVAPHGVSVQYYQQQIHHQQQQQLTHS
RGGAPIQLIRSLPESKYHCRKQSVATSPSSETPKKAMPSVEGVEKENGVDEVKASEPPSKEKNGFCRTTNETCCICLESF
KEGESIIRLPCFHIFHSAEISKWLLKNHRCPLCQTSILRGFMEIDEKAS*                              
>Bnat_132402                                                                    
MMDASTHPSPRGPEPPLPPHVETLDSDFLCEVGLSDVTFVEGEGDVKTSLLHGAKRHLEQHPEDQATTDPKFEYAVGTVW
QFQRWYPVGGWKDGLATDPKSFSLSKLPSNNLRWVIRKGSAFDEDGWEYRVDSQTRLYRWHNSQKWYSFVRRRQIVAFPK
KNEEKHHDNHDCPICYSSIKEGSAVKTGCNHKFHIKCIEDWMEKQRSCPICRKLISRQNLKALPGPAAKEMLEKMLKRSN
AKEGKLNDDTKSPRVAFQEWSYDVGRFLKMDTSGPVWLALHAAIEFLQEIILPEMKSSPIYNNVRRHVRDLRETLTVHTN
VVKGCSEDLAVFNKLVAVLARGLENNHEAERLDYSITEAMDRCMQDCERQERLLGDVIESLKQRQDEIDQTCSKIMALLE
TTEEKRAPNALRNLNI*                                                               
>Bnat_87502                                                                     
MGPPPVEQFDWAESQAASVWTRPESFPCGRIQITLQPKNEKITANMMLRLDEVPSQQREYCAVCRECVAEVGPEVLQLGC
GHRFHTGCIRPRLMNAGACPLCREAPQNVPFSTTSTSSSKEKAATLGSSWTVSFAPSPLAVLDDNRHGVDCRPFETEEPQ
DKSKNTCMELDMTDHPIDDTADYEFGNIMPESTSPPKSGDFVLGECTQKDHLLPQLSSNYSNHFPVAQSQLTNKISETPC
YSEASSSSIPVFGSGQDEIKAPEFSPDFNPVDDPSADNSLPKFPSLQKSYSLDFSLDLDSEESAEAKKGDFATFEDDGDF
IARVIEQSEHDEPTPFDLKWCYK*                                                        



>Bnat_37728                                                                     
ETCVICFEEYETGDLLRVLPKCKHLFHISCVDKWIYESADYSRPVSCPMCKTQL*                         
>Ehux_431733                                                                    
MPDDIRAKFLSIPQLVAVVDAARRDSGTLVSGLTSLCAETPAIGELIGMHKEEFATLLNSTEPLPKVATATEADKMDTSD
DGALATLANLSSTADPLPPEKEAAMATSDEPETETARTVPTPPDRAPDCPVCLGELGGDAAAEAVTLRCGHTVHLACWMP
VVLMVGAGETAQRRHIEDRMGRKCVLCRTDFSSEVTKALRSRRAILRKVEGEEARDEQYEAMLRSMAPGHRLLPENAAAE
AAPLQQQMPLPPEACMLLLSQENVVVDQAKPVLCRLMRAELQAAGQSPSGAHNTLVARLISNRLASTSFFLKLHKERLFD
ALQDTPPAREVRQLVEQLEAQLADAEEQQRRRQLRDATRDAAVVAAVRRSQLPIAGGLGGMLGGPVPGGGAFAPPPPRPP
PLSEEEEAQVGALVAMGFERPRAVQAFVECGRNQEHAANYLLSGAI*                                 
>Ehux_194195                                                                    
MEHIGGGEVEECRICCEEYAHGSRKRILPCNHAFHPACVDLWLLGSRAAARQLSPAGAARALELDGHEPR*         
>Ehux_59821                                                                     
TLPTRKAANEVHECSICLCPAVEGEELTTMPCQHEFHTTCINEWLVRTADGTPASCPLCK                    
>Ehux_447616                                                                    
MAASLPFFGSKGDAGPSTSTAAAPSAAGGSETLLLFVRLSDPLKPPRSVYCPGSTTVRSFWEGWVAPLLRGRAVPPTGLR
FLVAGRTIEPDCCARLVDVGVSHLSTIEVAGRLPSQGFSRLHQLLENLVETLAPVASATAGSGGGGGGKDPPADDEPSHS
LASREPIMHAIDTEIGDHRAAARCCGGGTSASPCHCMACTLRPNSALRLCGTLLHSNDVLLADEGHRWLYDAVVDALTPE
GVAVAALLTLRLHPLLWQHPTKKQTLLEMAARAPSPDLLLCLMPALHLSRHKALAGGAALSARLLADGRLVFPRRLASSG
ALQAVSMASYKALHAMALHGRHELLSLLLGSGAISAQHVSLLLETALQKKGKQPLTERVAAEMVAAGHSSAAVVAMLLDL
SLHDTEGALDLEAVGLALAEACDFNNDEAMELLLLRWKGRCAASQAQPLVRAFSARGDAERVERLLATGKGGTAMVRMDS
AQRSALARAGLAHAAGSAEQRTRVLRTLLAAGADAKSEHGEAALRNAARDGHAEAMELLLGMGTNVNAVDEDGKTVLCVA
AQSGGCASVHTLLEHGAQVRMRCPDGREPLDFAVDESVRALLLAEVEKLRMGLLDELLAEEELAAASAKGGGKSKSKKAK
KAEKAEQKANGEAGAVHSGGGGCSLLDVAVSVLGGGNGASPKAMRLSSLISALYERSASFKEEIRNAGGAKSWLTLHSDA
FILDTDGPAGQESVKLRTRPKDAAAPGGNQPVERAQSASGRFGAIGSGARGAPGGDDEALLAEVAEADPLGIEKKIRAIQ
KKLRRVQEIEERAARSLPVDGDQLMLLGSKPKLQRSLRLLLDQWAVLEPRLIEQQAQRMAALANSECAVCLEEYSSAFSA
IRTSCCGYHFHKTCLQQCIESKGHCPICFADKTQCRVVEQRVRSGHTQ*                               
>Ehux_194958                                                                    
MPIVALVSLVIVAAAIGILRSRRRHRATEGWAGQSGLEQMPKDAITLAVHALPETTFHAEDGTVLDVSDCRLCLEEYASG
DRLRRLPCGHVYHSACIDIWLAAKRDQGLPRGQRGCPAMPLDEVVLKAAEAAVAVACRHAASGPGMRFVDAHRHQLARAR
VPNGGERGGDEPARDGRPAADAQ*                                                        
>Ehux_447643                                                                    
MAEEDFPAEECPICMGALVDPCRTRCGHIFCSECLKQSFPAETAAGRCPLCRGAISLFSTVSIATESALRPPAVSTIFGT
TFLQGGRPGVASYHFEAPDDCFISYESAPAAWTLDDGSRPPPRKPFLGPSYDAASRTFTGSVDWSGGTINGGDARWEYRL
VFSESMNVIEGGGSWCYGEDGGLRAHRTFPDNLGSRVGLASYHFGPSGDGAEGSHISYAAADPSWRLDDGSAPPPRVPFL
EPTYDAATRTFRGSVDWSPTSFHGREGAGVPGGGRDERWEYLMTFSESFDRIADGRVNAFRPGGEPGDTCRFSLPPRSLL
SALGDRFSGMLFRGSLSSLLYERHDEARAEMEALLRARRAVRRSSEAAEQAARLFAGAAERRLSRRSELRLAAALTQLRV
ADGSAGGGAGFGGGSRGGVAGEAQAEGGGGEEQADQQHSHQLQEQAEGAVQEGADELGLGEATQSF*             
>Ehux_95525                                                                     
MSAALRPTAAVRHLPAALCIRHRSSLPDRTTAAVASSSITTRFTTMAEVCVSKIGPAGAGWHSVYFAAKAACFPGAGISM
SRELQTGVHLACATFLSGFAWQPICNLLDAAPLDNLKADAALSLSIGGATGTFVGVVPDFSDNPFLGTPIAILGTASTAS
GCASSAQATCLGFTATQTLQNVTFPRGANWIDGCVAQCRCRRPSLVNQARNCRTSVTMDAPDTAASSSQDTTAMDAQLLD
APTRPNTPTMDASSSQDTAASSLSASRATVGVKRGRPDPAQPEAVEAEVCTICLSALVDGQSDGEAIRTLRCGHRFHEGC
IEEWLPRQALCPCCRQPVRPPCRVIIRGIELEVAFADESEPCLVLISRACAAFADRYPVFTFRFPLPTTLRASSVRVRVG
GDPSAEPVPLPGGCAATSIAKLVTLDPARRLPALLLVEPRHPRSPPHGFSYARTLLPLPPLRVWHGPRGTDAYYARRPGW
AEAAVEEHENGRCGWSRRRRVVELEAELSQQHDDDATADAVWEPPALLAYCAGEVGPKALFDEGEGPLQGPVGTTHVSLP
ACREHEETAAEEGGVACACLLSAEARAELPLCLYGCPFQLEFHGAIHFLCHLLVESGVVQRPAHLKHPDMPAIAGVAEQS
TFRASCRHKMLSALADGARRSWEPFRSRPLPLILLSVSGAGMLLLINPEAPAVAGKLPHLELDERVIELPGVEACIHAFG
EGDEVAPPSLAE*                                                                   
>Ehux_59817                                                                     
CPVCWEDIQAPVVTGCGHRFCEECIKAALNVKKECPTCRARIPSHRSLRAD                             
>Ehux_447952                                                                    
MQAQIRGLSGREATAEDETEECSICLTAFGKGGDMAVLPCAHAFHRECISCWLLRAAESGTAMTCPLCKAPPFPNAMPLA
ASTLSHEQQRPNDETNLSPEALEAGSMAAPPPRGITTLAMWEQQKSGMHSETRNQNQNVDKDNYTQ*             
>Ehux_61625                                                                     
MLDSLPDVEAPEGACVVCRDDFEEGGRCVRLPCGHHFHRACVAPWLRRHATCPTCRAAVGDAASTPSSTAAEPDASSPTS
AAAVPSPANNIISQMLARLSPQGTGPRVGSDMGDSVPLLAHIFQFQSPPPPDSES*                        
>Ehux_197285                                                                    
MARVKKKTLREWDDRRDNQGCTVPLCTESKVALRRVEAHRYNCNKAEDEYDADARRLPICDATCSSCRLWAALHRTRIVC
PEADSLVSGIEQDLQWESADEEATRTPRTAARWAGWARAAALGWPAPQPAAKDGPPAPPEPQGVARRGGGGLPSPSPSEW
RSSCPCAPDPREECAVCYEPLGARQLHWTCPTCRGTLHSACWSRWAVESRGEDKAPSCPLCRTGASFRRYD*        
>Ehux_197495                                                                    
MRMYLRPPRLADADEIAAACARSEQARLLSRLGAKPSAPAVCAICLEETAAQGPKEPQQQVLRLGCGHHYHVECLCKAVR



HGHTCCPLCRSALPSALTDDDKPERSHRGCLHCLPRISTGATAGTAVAAVAGAVMGAAVPISFITSIL*           
>Ehux_198579                                                                    
MITPAASEWCAELSYIARLVVGATGSTLSCSICLEAISLQESPSQLPCFHVLCTGCMKKLFPIDMKGLKCPSCQREHRSW
SLQRHEAAPGGVCVVEHFLGDMAGR*                                                      
>Ehux_199201                                                                    
MPFFNQQRRLARRRDLKRLGPEEIQRECDAIDAACDEAARARAMARSPPAECAICLGAMTGATWQCRYCGNRTHARCHEA
WLEYSTTCPFCRKLDRRPRKSTRCFAIVCAIALLSALAGSSVPSPVPSKERGGG*                         
>Ehux_97368                                                                     
MAPARASSSRATVSERLVLIPAINKNSTTGYKCVAYSRRDKKFQAQAQNGGKRVYLGSFDTAEEAASAYARSEYGRADAA
KLLQPRPAPTAAGAEAIRQAEREGLTLATSSSSNTGYKGVCYRKETGSKKYQLQVASGGKQVSLGWFATAEQAALFYARR
EAGRDTSDLTAPPPPPPPPEPSTAAGAEAVRQAGREGLTLTTSSKSNSGYKGVTFYPKERGSKKYKLHVWVGSKLLHLGL
FATAEQAALFYARREAGRDMAVLYPPPPPPPPPPAPSSAAGAEAIRQAEREGLTLATSNSSNSGYNGVTLYPKQQGSKKY
KLSVRVGGRQVSLGWYAAAEEAALARARHLWDTTVRLLEPQPQQAPPQGAAGPSEASYEEEEDGFDPTDIAEAVALSLLP
DPPSASEQRAARWQARAAEQAARADAAATAAAQAAAEAAPPWDDEVEVEAEQESDSEDESEMEVEAAAAARVAPAPAAEE
PPQCAICLDDLGAHPEARLQPRDPNGWGATRCCKSLFHYHCLHAWLSDNSEVETSRGMEPINTTCPCCRGFVSKSASRML
A*                                                                              
>Ehux_98020                                                                     
MVAPARASSSRATASERLMLIPAIDKRNTSGYKNVTYSRSKKKFEAKVHADGKRVHLGRFDTAEEAATAYARSERREGLT
LTASSSSNSGYKGVRYCPKERGSKKYQLRVKVDGKDVHLGRFDTAEQAALFYARREAGRDTSDLTAPPPLPPPPEPSSAA
GAEAVRQVGREGLTLLVTSSSSNNSYRGVCYDPKREGSKKYQLKVMVGGKQVSLGWFATAEEAALALARHLWDTTVRLLE
PQPQQAPPQGAAGPSEASSYYYEEEDSFDPTDIADATALSLLSDPPPSVSKQRAARWQARAAEPAARADAAATAAAQAAA
GAAPPWDEVEVEVEAESDSEEESEMEVEAAAAVAGVSAATAAEEEALECVICLDDLSAHPEARLQSRDPNGWGATRCCQS
LFHYRCLHTWLSDDSEVETSRGMEPINTACPGCRGFVSKSASRMLS*                                 
>Ehux_98270                                                                     
MVDSFILDDRSEGVTGTGWLTGSYKYCEDANGGGLSWHHDDGQNKGRVSAVYSLSGRNTSGCFAVSEWHPGGESCSRYLP
SRVPITLTHGSPADPTVTHVFIDQSHNGGGWNPLGFFYFAQGFGQVVSSNAGTDQCDRSVCYWVTDAFKFERAPSDACLA
NPPPPPAGPRPDASARACCDPTMAERFGGSRIVTLLSCLVVFAMIALLARRWLRRRRRAAGGGTSGGAGGGGGGGSGGGG
GGGATELELSTAVAALPTASCAAGETGEDCAICLCAFAEGEKATTLPCGHRYHTACIETWLLGRGGGGQGPNMCPLCKAP
VVIVIGSGDASPLGRVRGLALPTASRRVMLAAAPSVRAGSDAGGAAV*                                
>Ehux_201720                                                                    
MLIQKAQPASVKLIPSDNGTRYKCVYDAPGKDPTRRYVVKVSRKGVMTIIDRFATLEDAAICYALTPEGREDAAKLAKAE
ALRQEQDMTSAQAIATAVEERLELQTNGSGFVGVFQSPQGCKLPFMTRINLGCFATEEEAALCRARELAAQAVAPAAAAD
ELALTCPICIEPIKADSAPVATACLHVFCRCCIEDWIEQSQPEATCPMCREPLNGASGSLTAVPLAAAADASTAPRRTGW
NPREWQQMLVEQASVEAELAARAEATARSDEQQAAFVYHSGVPRPVDLARAGYRPLFSQRRGGHMSRGEAHPRASSWRM*
>Ehux_98995                                                                     
MLIQKAQPASVKLIPSDNGTRYKCVYDRGSKDPTRRYEVAVSRGSVRTVIGRFATLEDAAICYAHSPEGQKHAAKLAEVE
ALQEEQNMTSAEARATAAKEGLELHTHGSHFVGVYQNKKTYKLPFVARVQRSRKTINLGYFRSAEAAALCYARSPEGRAA
AEAKRAEAQAPPPMTAPAALAAAAEEGLVLPASGSSGTRFQGVYSSAGTHCSLPFFATYRRDGFPTSLGCFATAEEAALC
RARALAAPADAPAAAADELVATCPICIEPIDAGSEPVATTCLHVFCRGCIAGWLDQAVEATCPMCREPLEGALGQLTAVP
LPAAADTSSAPRRSGWTLREWRLALEQRASVEAKLAARAEATARSDEQQAAFVYHSGVPRPVDLARAGFRPLFSQRRGGH
MARGEAHPRAARPVRPDPPGNNYAEVKKAQRRLDARRRLDTAAKKQKKGEGQ*                           
>Ehux_202611                                                                    
MGAVFLSLLLGSRARTKRAKLAERLPVSVYSPNKRRCSREPQDVSSDAGSGQMCVICQEDYMDGEAVKTLPCHHSFHDAC
VSRWLVEEKSSCPLCKRRIAASASDEEEVGADVFLSHRATAGQGRASRELSFSREFSTTW*                   
>Ehux_434217                                                                    
MSGLASRVATALARCMAPSRKRCQHTDERASTGMSVNECCAICLETDEGDGVGRWSRMSCGHRYHAACIQRWARESGACP
ICSAELPADLRRLSEFGSRGSPDSGRGAPCSSELIVPLHLHVRRCPGCHGPIEKVGGCNQMRCRCGQQFDWREAAPVTSR
NSLRVAMPEGPVPRLVCAIGITWWCGGTFALKGVATTILVCGAVWLVCCALVAWVVNVVLQAIGEAIAEGLREGLREAIR
GR*                                                                             
>Ehux_203033                                                                    
MAVVMRLQRLGDEELGPEDYDLLLGLDEAVRATAAPPDVLSMSGALALRSSLGGDGECAICLDPLGEEEGGEAAGGAEGT
VLPCGHSFHRQCITTWLTSQKSTCPVCVERLQDESRANGDAAADPIDPAISAGDAASPEEDESGRLCPESGKAEKAGTPC
AETSLGGAFVRGRLYFPRATLSAGLPGFSSVFCDDDDDEVGVAIHPVRDDAATEEGSASVGITPRRLYTLVHHL*     
>Ehux_449633                                                                    
MSSTREGVLMVTGLEVLAVGYWATSLDDWPASPAMRGLTILLLCANASLSFAAVRFRSERAALAALAAYAALLACLVADF
GVSHPNSGCGAGSGGDDTELGKLLAQLLWTVDACLLMSILGWVTIGIGFASAGWVGLLLLGFWRLLRQAGENDREVERAI
ASLPTVLFRGKHTPLPLLEGREPAEATSCAICLGDFEPGEELRILPCVHLYHRACIDEWIRRKGLAAKCPLCNRKLAASS
SSSSMTLPLQAVGAPDSPGAEAELAPSEDTSSLATRLLSGQPSDQRD*                                
>Ehux_203126                                                                    
MAPAADEHRARLEDAFESAGFRVDRKKRHSNLFFGAESVVRRNSFCVSLFKGGRFHVSMTPDAASLIAAELGEGGEVRTW
GANGGRHKRFLFTETMSCADQASLVKAVLGNASAESSPPVQPRWSDRDRAMAERAQLQAAFAACPDATVDPHTGHVNILF
PGETKYTCLVRLVLVHDVGRVRGRVCLGKDRSGRHIEDALARALDASRVAYTIGDVPEDNHFQIRHTRVLTSEAPAGTLV



SCVAAAHAAMRELEGAARAPPSGRAQRRQPPPTRSAAVALGAKRPVASSSSSGACKRSTAKARDRLTPEAQERADEASGD
GEVVAVAVAETDDRDCPLVCPIEQDGHMKEPVTLPCGCNFERRAITAWLGRHGTCPTCREQGPFMCNGAVGIRGILWVDQ
SIDLWLVSRPTEGAMKAPLAAPPSGATSGAATDQLAAPAPGKKRKRVDFNPAAKAMFLASLPTYRAKDEGTRWGFCKQIF
DTHGEAKKQGR*                                                                    
>Ehux_309694                                                                    
MAVAWLRWLVRPEERQRGFAALCEFVAHENGLSREEHIARDDAGPFSLAKAACDALVGPVGELVADGKMAALQDPAAEGC
QVCLREVRSCREWAQLHPCRHWLCARCVDDWVAKVDGERSRPQSGRDGALASLEVCPLCREPVVTRRRGPLNWKGLSPEA
LLMNFGM*                                                                        
>Ehux_204449                                                                    
MESVQILLFVVVLMGAGTTLFLILSALLKVCELMRGRTIDQVEGQLASGRSASPGPYSWHDARQRAEAVRPAAEPGIEIP
SNVLRMYSYARRTSTSEASECAPAPSEEAAEEEQEDLCAICLEELVVGDAAAGLPCSHSFHETCIRKWLATQRGSHRRMT
CPVCKASAAERTTPAPPDADHVRVQVRGMSLVVVHLPPEGGA*                                     
>Ehux_64462                                                                     
MADEEVCPVCHDPLGDAPKAVQTLCGHIYCADCLLEWLQQAKRCPLCNAE                              
>Ehux_206253                                                                    
MPPVKPLVARPPLSFVEAKRQEFRKGQAPAADPIDPFFMDAPFSKIGTGHEDSTRGQVCAVKVNLCNLLSCGLWKAAWGC
NDISKTAYLEPIPHSSSIAPSDYLSHVTTDRADAWRNYLAGIYGSEQVAAFPPSDDHIRFLWNTGDFTRRSDTGCAGGAV
CTRGHCPICLEALSDAVLQMPCSHLFHLECLTQWLGTRNSCPVCRHLLPTEDEPMA*                       
>Ehux_207044                                                                    
MSSGQRPPLLRRCTRHSHDIWCDASLQDSFSVRHDLWSGDISLHRQDSFSVRSAHEHLFSVRSFRFDDSRIPHATLSADA
AAALKRARAACPICLEGYEVGQSVGCMPCGGLHKAHRECLTRWLARCPSCPTCRWDLRDAVATYCSIAVDSGSGSGRSVE
ELLCRERVAQIVLFDHTF*                                                             
>Ehux_208475                                                                    
MNSNADEGALQLAATQREAGWAAYRKGAFGEMRDAFSDAVNTCESIPPPVSTAAKRALANSLRGRAVALNKKGDIAAASR
DTSQALQLLAEPDLAAAPGIQRLHEMCVTLQGHLRMHEGTPQYDPAAALQHFQLALAIAQADNRSEIDAAPSQHRLVSGS
SGSKLDVTSSLSNIGQAELHLGHYAQAESHLRQVIEGSVVPERLCVAHGVLGSVFRQQGRWLQAMEHWQEALRQARMAGE
VDAEAALLAKIARYQRRVPELQGQPSVYADLSSALQRLGRTPDAACSICMDEMHLGEGVIILETCLHAYHSECLEQFWRT
RGYGGVTTTNCPMCQP*                                                               
>Ehux_355734                                                                    
MLFAGGGFGGGFGGGEGGGAPAVQRRPATLRESEVKAKLARFLAGMRALERQRAASAQPPLPPIMNQFIVWAGDLLAGGG
RGEGVQDAAGVEAAARRYVGGAAGASGTASAWASASVDDSDGDEDDCCICQEGLSDSKANDEYGEPLETGCGHRFHVVCL
ARHLEASTSSGQEPVCPMCRSSSLSVSFRPLTRPVG*                                           
>Ehux_355902                                                                    
MASCGLPSCSRICQGQFNYCSRAHALEAELLSGGVQADAEPSYEVLQALETLGGGAVPTGLSDGDLARLPRKRVVLLPRR
TTRASAGRPADDKSVNVEAGGADCLICLQAFTEGEELVLLPCGSEHTFHEGCVMQWLRQKPTCPACNRDCRSNIPPQR* 
>Ehux_59061                                                                     
PRDAPTPASRGVVARLPTRAYEPRKGGASSSEDASCLVCLEPFCVGEQVMTLPCFHIFHAHCAARWLAESGVCPICKHRV
>Ehux_210778                                                                    
MPDPGTICVVASFALFEMAVGVIISFLVRQSDEQRLGQEREDEAKLSDAIKQLDERCYGDERCSAADECSICLGRYEADD
KVRRLKCGHEYHSECIEQWARAELRRLRA*                                                  
>Ehux_451576                                                                    
MKFKEVLEKHRTPRRHIDYGLLKERIRSGVSRKRFEQLLADEVRAVDGELQAMQASASSLSVREVHSFAVLNYLALRKIE
KKADKWLAGSSSGSLVSQSRLCMLLLNASLPVELARAQRGEEVGCSASTGGGCEENCPVCLDAYNATDHIVLTQCGHRFC
YSCMAECALAGFESCPVCRKPQSLDPTLAAIDKLLGTHAGGKYDPLAAPLPTAAEEAAAAKRLEAEGGSAAGSGGGGGGE
LRVLTWNLAAICFPFKAPSWQIALGVLLGLDWADSYGDVALDAQSSRAKARWAQQAAYIRSSSADLVLLQEVSGKATLRA
LLGALPDYEAAYVPWRPTYFAVQLFALAVLLVASAKLLLLEAFCAAAALPLPLPAHPLARLVLIAAVCATRWRHSVVTQY
LLGSIAGQASQQPDPPPLAPATAVCPPGPSSHPLWCRREQLVVLRRRGSPASAFVHTAFDAFVDACSAETSSPLKQPAGA
ASPAVKLPAWQSWLLGQFFRLRPRGVQEVVVALAQGDVPACRLTLLNTHLPHLSSNSTLVRYLARRIHAAAAATSCIFSG
DLNPDKGKPLRSQFGAIFQCGATLGEETGALVTWDTANPLIRGKKCNPDADMQLDFCFLHQPNEPRPLLSRMRSSLLRRE
AFFLPGAPLSDHIGILTTFELRE*                                                        
>Ehux_211503                                                                    
MVRPSVLVTDPQEPTPEEAVQLAEAEGLSLITSNNASGYMNVWPRGGGDKDGFYAVVSRLGVQVVLGRFRSREAAALCFA
RSKEGRAAAENLKGGRNKFDNKGGNKRTSRAAAILPSPIAIPHECPVCFEKLDEAGADPVASACNHVFCRACIESVQSDT
ATCPLCRATLIEGGLSPASTVATEAEGLRLHLSSRGATGYKGVSKHKGRFRAIHEVDGRRVSLGCFATAVEAAVAYARPV
QQQRCSAPAAASVGGAALQRGFLRRGWRRPGRVGVPVGWAIEEWRIQQDAVLRRPPRRNREEAHVGPSKVLVVGGTVAES
AQDNGRLPQFSARAQARLGLEDTGRVRGEFVAAHSLLALRGGDQ*                                   
>Ehux_103846                                                                    
MVQLARRGSRRSSLAWLTGSLLPGGPPPAATTGPDPDDPDESCPVCLEPLQTSARLQRPRDFACSHAVCESCSVQLARRA
LPCPLCRASRLDGGKCAQRTLPYSSNVGKLLFLAVTPDVPLADRRAMLSALAESSAAPTDDVLRRLNARIAAAVSRIPNR
SPSVAVLPSDACCWRVLGLLAGVDFFSPSGAAANQASLSEEQQVSLAAATFTAMEGGATEVWLEALARASASVSAAAA* 
>Ehux_213147                                                                    
MAAIACCDLDRLHSLLSDDTFDLEAPWSAPPGGVRYRGPPMLLVGAEHLRVEGVLNPGEPWTPLLLACDKGHASVVEVLL



RHGVAATSRDVLGVGGQGGTLPMLFYALNSSDNGQFTDCALALLRAGAQPLLNYQIGSGATALQFACQYNRSAAVRFLIM
NERPELGHVFGKVIALLRAEDSFGAADHDGGSLPPGLCATVVGLQAASELNGRVARVLSFDEGRGRYGVQVGTPTGVRRL
SIRPANLRTEPPELPGGGAGNQLPQPPIRAAELALVLRSGQSRWFGELVRQTSRTELAQLVTLPGVSGEVPLLHSTLMVH
VAGNRHASEECARALVEAGADVNADVSPEDLVQIAGKDAEGVRSCMRLLLEHGAPIDATDAFEYTALLAAAEWGRTESVK
LLLELRASPHSTCPAEGEGYDCLIAAVQNAMPDVSGVDPSGSEWTCAAKGIHETGPLALAELHLRQRRHDDARLARYARI
AELLQPSPLDKLMEKGLAAGVLTQAEVDEGTDALARGDTTEDDLLSYWEWRVEEEQFRQSMRAARGRQLYEGFAEAVLRG
EPAAVAEALRKEAEAEAGGLLPLGSPPVYGGRARLVGLQKEPALNGQIGVIVSFNDNGGRRFCPVDSAVSEYPSRVGAPH
ASVLGALRADLARDGPLARELLDWTPLSEDPAIDQGDLYQQLMNTVMADALQRDGGPRRAFYVQRTGRNEAFFLTHRELQ
YGDAEVFTEGGGYSTAPWLVFNAVGGSCIAPPVWKHGCEPGYMARLLRSSLDPNVECTVCLEAIEFKRNPSQLPCMHIMC
TTCLKKLYGGQSRSAGLTCPSCKDHFPNYALLQRHSSPGGVVLAENTAGPFTDRRPDPVDEALERANRGVLLAPLPAGDS
IPIDANLLAVQMAGRERWGQ*                                                           
>Ehux_214266                                                                    
MVARDARAPNALLQKIQRAVNGWLQPAPRKVSAKSPLVTMLVGRIPEPPRARDAELECGLDGVDDEVATALLRRQVTNEL
AKQALLADMRSFLQAHPSSRLADWALASEWARGTGGSVDPAGAPVRVLSGEWLECWKIAAADEEERTRGCPQHNSAAEPK
TFGECTICLEPLTSLDARTALPCAHVFHTACVRGWFKSPCCTERSCPVCAERI*                          
>Ehux_214413                                                                    
MAPARANSRPQVSERLVLIPAIYKNSTTGYKNVAYDRCSKKFKAQVRDGGKHVHLGYFDTAEEAATAYARSEYGRADAAK
LLQPRPTTTAAGAEVIRQAEREGLTLVASSSNNSGYKGVIFNPNQKGSKKYKLQARVGGKQATLGCGYKSVCYRPKKRGS
KKYKLEAVRQAGREGLTLATSSSSNSGYKGVTFYPKTQGRNKYVLQVRVGSKMTLRGCFTTAEEAALARARHLWDATVRL
LEPQPQQASPQGVAGPSEASYEEEDGFDPADTADATARSLLSEPPPSASEQRAARRQACAVEVEAAVEVESDEEKSEMEA
AAVAGVSAAAAAAEERQECAICLDDLSSHPEARLQPRNPNGWGATRCCKNLFHYRCLHTWLNDDSEVETSRGMEPINTAC
PCCRGFVSKSKPAAFELAEPSTSFHVTMMRLVLLARILLLLCLAASRTAAAKAKGKKSDAADELLYLTDSTLEVALEAHP
LLLISVSVPGCGVCDAVDKRLRKAAPELRVKAKAAVKLGQLRIDSPDSPVLGRIVQGALSLPKLIVFREGEALDYTGDDS
KESIVKTMLALASRDTVQTLRSVKQAQSPSWHNDTASAERFLHLDSWSSQHADEEKPPRVVGFFPSNASAAYPARKLQGL
ISFGECFDAAMQRKFLGAPAKKARSHEIERDRMRSHQIERDEPGSHEMA*                              
>Ehux_437964                                                                    
MNENFTPQTATRLSGRTSERCASIDLACCAESHQTKRRCVFRSAPSLSDLSTALLGTRDQVLACLKIQSRVRAWKHQLQA
ASAVTDECMPDEDECAICCSLLCEPSRWPAIADSECEHRFCKPCIAQWMAQQKSDNPTCPLCRAPALARLSRGAIEVDET
EAARLAERHPCLYAERLTLHRAMSAELRVHEQTGRVTMPVAVGFPEVQQRSDSYYWGYFSFSRTEHLNALAHALASPRRQ
MLVLSGEERGQGARGRVVTVTLSWWLLVRCRRSGVVRTAAGDADGGNVAASALLQALVARRTRWGQVCVELRVERACALA
APACDDEERLGVTMGEVRYR*                                                           
>Ehux_452870                                                                    
MLPSVSVAAALVLVFLMVGWCRRRGVFRRYQLRRRPQHAAEGYGGAYPSTNPRELKAFLELPTRTMPQPAAAGGREAGGG
EGGGCGGGSETGVAGAKGRAGEGGGEGGGEGGGGVAAPGDGAECAICIGPFLPGEVLTRLPSCGHEFHQSCICHWLASKH
VHRPTCPLCKAVVVRPPFHEHRLAPRPAPPAAARTSYDTIPVVDEHGRLFLRPDPRLARSNDAASGSGGAGGCGGAGIAD
AGAALPAPCASAAATADAATAGATARATADVEAAAGASSSPSPPSSTSSPSLQR*                         
>Ehux_358671                                                                    
MDVSPTVARRVLSARTTRALACEVETCPICLEGYMPGDEVACMPCLHKLHWRCLYVWLERANTCPTCRWSLSSEGTDACS
LGSSLDEASAEEVSSLVSLSRSRGESELERLRQSGSTSGRSSPDPR*                                 
>Ehux_217386                                                                    
MVRPSVFVADPQEPTPEEAVQLAEAEGLSLITSNNASGYMNVKTRGAGDNRFYAAVSRRGVQVVLGRFRSGEAAALCFAR
SKEGRAAAENLKGGRNKFHSTRGLAWVPGSHTRSGIRILPSASPIAIPHECPVCLETIDEAGADPVVSACNHVFCRACIE
SVQSDTATCPLCRATLIEGGLSPASSLPTEAEGLRLHLSSTSATGYKGVSRDEGRFRAIREVDGRRVSLGCFATAVEAAV
AYARPVQQQRCSAPAAASVHLQRHPRFGRVGVPVGWSIKEWRIQQDAVLRRPPRRNREEAHVGPSKVLVVGGTVAESAQY
NGRLPQFSARAQARLGLEDTGRVRGDDQ*                                                   
>Ehux_217411                                                                    
MESITAEGEQGGEKDQEICAICLETPTDPHKLPCGHIFDLHCLLLFAVSSTPMQESPPCPKCRRRFDARQLIAHSSVLSP
TFESVRLCQSAPEERQQQHTNDGHLPSVLISAATAFLLITATSQADRVDLTPVVLGGSAPSTAVCGRPELRSVSGVALAA
GRAASGEG*                                                                       
>Ehux_68183                                                                     
MERGPCPICLDGYAPGDEIVRMPCAHTAHWRCGAKWLSGARTCPTCRFEISS*                           
>Ehux_106188                                                                    
MCKAGFAGDDAPRAVFPSIIGRPRQPGVMVGMGQKDSYVGDEAQSKRGILTLILIAAKRQGLALVTSCGNSGYRGVCYCP
KQKGRKKYQLQVRVGGKLVTLGCFATAEEAALARARHLWDATIRLLEPQPQRAPPQGAAGPSEASSVEEEDGFDPADIAD
AVALSLLSDPPPSASEQRAARRRARAAEQAAAAEAAAAEGAAPPWDDEVEVEAEQESDSEESSEMEVEAAAAVAGVSAAT
AAEEEALECVICLDDLSAHPEARLQPRDPKGWGATRCCKSLFHYHCLHTWLNDDSEVETSCGMEPINTACPGCRGFVSKS
TSRMLR*                                                                         
>Ehux_217957                                                                    
MCIADDEAAERNFNAFCFWRQPLLELKETEEATPRLSQRPHHQQLGPGEASMQGSRSQRLPPATEETVRECLRGHPEESA
AAPLGGERAAAEQPPRVRPPLEVEVPLDEQTAGLLAGGAGERLLGLLGRLSSHLGHNSRFSRAAEALQSDVQALRTESAG
PERQGLENSAREVQRGGVEVLGFSDAASPSGGAAGGPTPAALEAQFAPAVQQCLPTPASPAAVQRLLASQALSDAVLQMP
CSHLFHLECLTQWLGTRNSCPSG*                                                        



>Ehux_219550                                                                    
MLPPGSPSRSLAQAAERIGAALIGTPLNLPGVGSSTAAAAAQAPTAERQPAGGPSTSTEEPATSPRITAEALVESLAAAA
EEAVPQTGDLAAPGVAVAAAGVRWLQDTVPFCGLLLVVFLQQHLLPILAFSWCTFVLHHANARVRLWLPLLQAPPGGAGV
LLVAAEIVTQLLALLLLCGRDLVSQLLLRLPDWALNGATLFGVLLAVLSADVVLSGLLYRSLLPIPLWHAWLVHAVRGRL
LASLLAGLYLTLKLTQLVERTRAALLATRSLLTQQVLVGKHASAEEEPMTAPVVLEGCSHIFCEECIVAWCERAGSDGAT
CPLCRQPVQLATGVHACYGDGTTSLLPQVF*                                                 
>Ehux_465996                                                                    
MPQTAAPPSACPLCLDPFTQPTKTACGHEFCTACLAQWTQRTPSCPLCRTALRTSDDPAVPPRRPHCRSLRERIEREEAE
RAGIRERHRQLANRIALVQSTVFTPSGRPFESLPRVSVAQLRELDKANRRGLGVSLRDVGNGLSNATRASENGALAAHLA
SAASTRATDAECSAAISRLSSACSPPAATWPHESFVRHVEREIDITAALTHRRIVETFAALEIDRSIPPPLSPCLPIPRA
GGALAEREAKSIIVQVLHGLRHLHRQREPIIHYDLKPANILLHEGEVLPPHISPYLPISPHISPYLSISPHISPYLPIVR
LSDFGLSKATDSRGGMELTSYGSEGTHGYLPPECYEGESSRICPKVDVFSAGVVCFTMLFYPAKPFFADASQQQIMQMSS
HSMRTEAQRLAIPDCKPALSKEERGVGPPA*                                                 
>Ehux_220174                                                                    
MAPARAKRARAPERLDDGKRVHLGCFATAEEAAVAYARSEYGRADAAKLLQPRSAPTAASAEAVRQAEREDLTLTASSDS
NSGYKGIRYCPKRGSKKYQLEVTSGGKQAEREGLALATSSGSNTGYKGVYFYPKQKGSKKYQLSVWVGGRQVFLGLFATA
EEAALARARHLWETTVRLLEPQPQQAPPQGAAGPSEASSYEEEDGFDPADIADAVANSLLSDPPPSASEQRAARRQAAAS
AAAEEEAFQCVICLDDLSAHPEARLQPRDPNGWGATHCCKSLFHYRCLHIWLNDDSEVETSRGMDPINTACPGCRGFVSK
SASRMLQ*                                                                        
>Ehux_422811                                                                    
MLFGVKLRSGSHPPWVSKYVPYELLKQTISQLEPNCEENAAIEGIFLTQLLSAVHQVNNFYLSKEQELSTRLEALTALLH
SPRQWVLSHIEAHDSVSLPSLVPLFEAGVHAAKDKVDALGEFVRLCEDIDHLRKYSVLNYLAAAKIVKKHDKHSSISLRE
SVMKFVGSLPFYQSRLLASSFTHAQCIASEIVASAVGSAALDLSAEYTCGICMDVLNMPVVLSCAHRFCYGCLSRACLYD
HHCPLCKKDTDLDPSNYHIDPILTKFVDAHCARDHGGDEGGGSLAGGASSSASDEAEGVTDARKGQPLFGKPLLKRCSAP
TIPAGSDKGAAPPRPPSESDEDSATAPAEAEFDRPTGQILRSLKAGGAAPSGKDALVPAKLSPLDAAALGVGVSVQLPPV
VRNDPADLSPRSKKLGIAAASASGPRSAMKKKACVECHRAKAACEGDPCVRCIRLGKTCVTLARLPRRRRIKSGEDRAAG
GGKAAALAPPAEVVAPFASPSAARPAPMPEAGTRRTKAPKLSDAPFGQVLDADFVDARLLSDPPEAPAFANPVPSQVPAF
ATSAGPGAGISDDCMFLSTDELTSLITAVDF*                                                
>Ehux_453966                                                                    
MQALVPHPGRWMPPRWRGKSKSKHDAAAARRSDSLLTPAADGTLVLVNALSPFAPFRTRAEQEAEAASMGATEPRLRSGA
LVLQAHAPRWRVPRCWRVLRATDEKVCSICLDEFKPRDVCRSLPCGHTFHSTCIEHWLELCSDCCPDDSRPVVAPHAAST
FKEVKV*                                                                         
>Ehux_466286                                                                    
MSEDEARTREAAKRQKTEAEKRIVAERCPICWDSPPDQPVTAPCGHTFCRSCIMAALVIRKECPCCRESLSSHRALTHRS
DPEVVPRHPEATELQPTAGEARQARQRDTGEARQSAAGEARQRDTGEARQSAAGEARQRDTGEARQSAAGEARQRDAGEV
RQCGTPGCFLAAFHAGPCVPEAVWTPRMRTAPVRLQGGEGGGLATAGAPQEATQPPPHARPRPEQPGGGDGSRSFSVGDE
VVARGHLGRLVSSGNGAYQVQTAVESRASTSLAAASQQPRPGGPLAAADAGEGAAVVVYFSDVSRWYRGEVTSVGGDGTF
GVLYEDGDEEEAVPLEELFHELQAADTAGEARQAWAEGLRLHLSSSSATGYKGVYEHFGRFKAEHSVNGRRARIGTFATA
VEAAVAYARTVGEYQPPAHPPPAVAAEAEGLRLHLSSSSSTGYMGVTEPSSGRFRAQHSVGGTEVYLGTFDTVVEAAVAY
ARAKAGKAGGPERAAEEAGAAEGGEAEGMEVEQAEEAEAEGSAGGEKGETAGEDEEGETAEKEAEAGSACSTASPPPPPP
THREAALATPLATEAEGLRLHLSSSNVTGYMGVTEPSSGRFRAQHRAGGRQVSLGTFATAVEAAVAYARAVGESEGPQEE
PGRADPATDPEPAPPPPSAPVPPPPPASTSASVPSAAASAPPEFSVAMRDELLSLPRHRRARRFFTRALREQDELLELYD
RREARGGVLHPEAQRRFEQLKAAKAAAARSSSAPADTFSASLGAVAPRARRDSTRIPHFLVSAPVGYHDTPSWVAEAPAW
VLAAAAAEGLTLVRSTNTTGFAHVLLPAGANKATPFMLRCAMEEGGARVVGYYASAAEAALVYARRVGPEASAHEHRMGG
ARLMTAAQALAAAEAEGLTLERPHHNSRRKEARFKYVHLDQDAASRARPYRLVIRGEDKRLLKGGRYATEEQAALEAARY
HAACARKN*                                                                       
>Ehux_221881                                                                    
MMMPGPPGGALISVQEALGLGPEPPKPLTAEEAEAAAEAENLTLALSDKSATGFKCVGKIKNGRARPYVARAYCNGNELA
LGCFATPQEAALVIARRAAEEGVATPLCQALAEEGMATPAATLAPKKPMSPEEAEAAAEVEGLTLELSDKNATGFKGVSE
FKGRSRPYRATVRCEGGDLVLGCFATPQEAALVIARRHRRAEARAASDGTRGEKECPICLETLEPSTGGLVKTACPGGGH
IFHRSCLYRCFGDGCTADCPMCRRPVNKGDETPLPRPDETPPKQRRLSCFTSREMAGMADLVLTRPKREAPSEGGPSKRA
RSTTTSAVAVRQAVGALPRQSLRVCMRMGLPTEHTVR*                                          
>Ehux_108157                                                                    
MLIQKAQPASVKLIPSDNGTRYKCVYDRGSKDPTRRYEVTVSRGSVLTVIGRFATLEDAAICYALSPEGQKHAAKLAEAE
ALQEEQNMTSAEARATAAKEGLELHTNGSGSGFVGVVRTSQTCKLPFTAKVKRGRKYTSLGYFRSAEAAALCYARSPEGR
AAAEAKRAEAQAPPAPPPMTAPDALAAAAAEGLVLPTSGSSGTRFQGVYSSAGTRRPLPFYAQYSPDGFRTSLGCFATAE
EAALCRARALAAPADAPAAAADELVATCPICIEPIDAGSEPVATTCLHVFCRGCIAGWLEQAVEATCPMCREPLEGALGQ
LTAVPLPAAADTSSAPRGAGRRTGWTLLEWQQMLVEQASVEAELAARAEATARSDEQQAAFVYRSGVPRPVDLARAGYRP
LFSARRGGHMARGEAHPRAARPVRPDPPGNNFAEVEEARRRLDARRRLDADTAKKQKKGEGP*                 
>Ehux_108270                                                                    
MLKPQPSVKLVKADTKTGYKCVYEVPNKDPTRRYVVTVSRASVNIVLGRFATAREAAYCYATSPEGQKHATELAEAEALQ
EEENMTSDEARATAAKEGLELHTNGSGFVGVFKTPPAFRLPFMVRVQRSRKSVNLGYFSSAEAAALCYARSPEGRAAAEA



KCAEALPPMTAAAALEAAAAEGLVLPTSGPSGRWPGETTRFLGVGTAGTRARLPFRASYRRDRLEISLGSFATEEEAALC
RARALAAQATAPAAAADELALTCPICLEPIDSHPVATTCLHVFCRGCIAGWLEQADEATCPMCREPLEGASGQLTAVPLP
AAADASTAPRRTGWTLLEWQQMLVEQASVEAELAARAEATARSDEQQAAFVYHSGVPRPVDLARGGFRPLFSQRRGGHMA
RGEAHPRAARPVRPDPPGNNYAEVEKARRRLDARRRLDAAAAKKQKKGEGP*                            
>Ehux_108338                                                                    
MLPPNSPSRSLAQAAERIGAALIGTPLNLPGVGSSTAAAAAQAPTAERQPAGGPSTSTEEPATSPRITAEALVESLAAAA
EEAVPQTGDLAAPGVAVAAAGVRWLQDTVPFCGLLLVVFLQQHLLPILAFSWCTFVLHHANARVRLWLPLLQAPPGGAGV
LLVAAEIVTQLLALLLLCGRDLVSQLLLRLPDWALNGATLFGVLLAVLSADVVVRFVGMLLKLGSTAPTAGATPTTRALL
ALRGAAGVRAPCSLRRAFAVLELSGLLYRSLLPIPLWHAWLVHAVRGRLLASLLAGLYLTLKLTQLVERTRAALLATRSL
LTQQVLVGKHASAEEEPMTAPVVLEGCSHIFCEECIVAWCERAGSDGATCPLCRQPVQLATGVHACYGDGTTSLLPQVF*
>Ehux_222977                                                                    
MPSVRDMPMVAPRPACYSDSVLEQAKAARLTPDATPCGCAECVAERDSYVQRTPACALVECGICLELPTSGPIVQCPEGH
IFCGHCLRRHTMSGLASSHCCPVCRSKLPSTSAAENAASRCRLAELLLADVPASCKHCHAKLTRATLRDHAPCAKELVCC
AGGCGWERTNLRGLSFYKGNTVLDGARTPASYSIADYDALEARHDLPQQISD*                           
>Ehux_223301                                                                    
MAPTHTSLRTTAAENIVLIPAINKNSTTGYKGVTYDRSRKKFVAQVWDGGKHVHLGYFATAEGAAIAYALSEYGRADAAK
LLQPRAAPTAAGAEEEALECVICLDDLSAHAEARLQPRDPNGWGATRCCKSLFHYRCLHTWLSDDSEVETSRGMEPINTA
CPGCRGFVSKSASRMLC*                                                              
>Ehux_109235                                                                    
MAPLVRTPPASERLVLIPASSKRNTTGYKNVSYSRSRKKFQVQVRDGDKHVRLGYFDTAEEAAIAYARSEYGRADAAKLL
QPRATTTAAGAAAILQAAREGLTLATSSSNSGYKGVTFCPKERVSKKYKLQVWTCGKLVFLGWFATAEQAALFYARREAG
RDTSDLTAPPPPPPPPVPSSAAGAEAVRQAEREGLTLATSSSSNSGYRGVIFYPKQRSSKKYRLHMRVGGKHLHLGCFAT
AEEAALARARHLWDTTIRLLEQPPQHSPPQGAAGPSEASSYEEEDGFDPADTADAVALSLLSDPPPSASEQRAARWQARA
AEQAARSEATAAAAAAAAAQAAACAAPPLDDEAEVEAEQGSDSGEEMEVEAAAAVAGVSAAAAAEEEALQCAICFDDLSS
HPEARLQPRDPNGWGATHCCKSLFHYRCLHTWLNDDSEVETSRGLEPINTACPGCRGFVAKSKSRMLA*           
>Ehux_225388                                                                    
MRRPSEYSTAEELRAWPIKQLVAELRLARARAPRSRVGLDAQPPLDKEELVEAVLLARGGEAAHACAICVEDFESGDTLR
VLRCGHRFHLECVDRWLLDAERQCLCPMCKAPLAS*                                            
>Ehux_440869                                                                    
MPPPVGAHSAAAARRASVGEHSVSSRVPHLIRRRSAPAALLPDDERSSKHGGLLLASQRQLRQEEEHLAELFAQEEATLL
QAALARRQDAATEVEEKRETEEEEEEEEQEEQEEQAHEDALPQECAICLEPLERPTYWPADCGHIFCYSCVEKCARADHT
LRCPLCRKAPPRPPRPKRRPPPTWTLVPTPSGGLAVNLNQRGEGSEISAGQPVMRGSNEVELEMRDYFRLLERGPPRPRL
RDRAAARLRLGGARRAAALPVPASRYRAPRPGFFERLAIEFTEGVIELIDML*                           
>Ehux_363130                                                                    
MLDADGLRVELQLAAAVLIQVRVRKVQQRRQECTICLEPMERPTPWPAGCVHYFCHHCVTRCAHADRSLRCPLCRKAPPP
PAKPPPLKWYVVATPTGGMVACLCPTERDGLQAANDTFDHEFSRMVELTTDDYWRLLHRRGPPPRLRLRDRAVARLRLPG
RPRRPATVPAWRFRVPRPGPFESALIFLGEGVEELLELFE*                                       
>Ehux_363214                                                                    
MLPTHVLTPAEVDLLGPAAACCICLEDFAAGNRVMVVPCAGLHKVHAACGRRWLEKEANTCPACRHELPSDGADAEQLKA
LRGLAVRDTVPSHLQDSRAATRDAPMTRRRVRSGACSN*                                         
>Ehux_111027                                                                    
MWPNCHANTRRTMSALSLVHAFHCTRDVCPDSACAEAKQMLRFVEAHVADCHLRTRERDAPDGVPAECKTCRLWAALHRT
RLVSATRTTAGSEMCAEAKPEMRRLLHRHVASCKHDNCATCQKLRRLGRIGLLRSLSTLPALPPARADFAPPPAPCPNES
CAICFEQLGEQGPHWTCSVCNHALHSDCWSRWAIQTPTATATCPLCRSAASFRRYD*                       
>Ehux_111195                                                                    
MHRSAHTWCTSCCASILQEDDEALRAALGPAGAALLANEGEGDDEREGAVSPSQYSYETLVRLGASPPHTLPPYHTPHSP
SEALGEVSRGASANAVGSLRTLSLCEARADSGVRLGEKCSICCMEWEEGDSLRVLPCGHAEHVECLGEWLKRSKACPLCA
KEIPAE*                                                                         
>Ehux_441673                                                                    
MSSGQRPPLLRRCTRHSHDIWCDASLQDSFSVRHDLWSGDISLHRQDSFSVRSAHEHLFSVRSFRFDDSRIPHATLSADA
AAALKRARAACPICLEGYEVGQSVGCMPCGGLHKAHRECLTRWLARCPSCPTCRWDLRDAVATYCSIDSGSGSGRSVEEL
LCRGEAELRMLSHRGRTPPSPSTTPSTLSRRSSAEDNSNRTLAQKRSFDRVRGACPPPLRRAT*                
>Ehux_232862                                                                    
MGDFGPAYAYAQQDPGLVCQECHAGPLRLPRSGTCPHCGTSLRGAAPAGSRGGGGGSGPDMETATLETMVPALLQRIVAP
GLLEGLADYGDASAAADETAIESLETVKVEPHVRNASELSGAVVLAWRGGCSFVDKVRRVQQAGAAACLVVQTGDKWPLS
MSDSASAGSDITLPSAMLKPADGETSARGAELVASTLAVRLPCRHTFHEECLRAWLSKHNTCPTCRAKLPTTAEVAAAEE
EREGGPPPPSQGRRVGGVAFRGPEVA*                                                     
>Ehux_233327                                                                    
MAGNFMPMRHVRLCGLSARDDLNGCTGKLLTFDPVKARWRVEVEAGECVRVRTANLEAVKMKEGLSTECSICLEPFMSNQ
EIAHLGCGHALHQDCLYSLRTVHRNDIVSSLGEAGQTAQRCPVCRAWHGKSGDNADTWWNYPAFTLINQMLGYIFQRRWQ
SQGQDRSAAEEMVFIEERFGRAYAAGQAEDQLRALDAALKRLRANFRQNGGPSDAVEDSDSLYWACTKAAGLACGSESAA
ATFLTTLMK*                                                                      



>Ehux_233826                                                                    
MDYSRFDHIGSSSSSDDDDAPLPPRHPPPAVRDDLEDYFRRLDERRSRSEPADAAVALPCAAAHAFHSECVRGALAASVH
CPLCRVDVRSLVVSAAAPSDGPLLAN*                                                     
>Ehux_114061                                                                    
MTSAAAIELLLRPGVRPYLALGLPASAAPADVRKAFRRMSLLVHPDRSDDPRATMAFQRLNGFYEAASRAAEQPAAASSA
ASPATSASTAASRPYKPPKRRAPPPQPTAREAEADARAKARAEAEERAAAEAAREAAERAERAAAERAAAAKAAAERAAE
ERAAEERADAEMRAAAEKATAAERAAAEKAAAEKAAAEKAAAAEKAAAEKAAAEKAAAELETCSICLTTLPAANAAQPPP
PGVRVLLCGHSFCSSCIGSWLERQRWCPNCRRPVERMDSGAFAEAVEAWEEAQAAWEEAWADAWHEQAAMRRACRREAAE
AVAEWQRGREAELARLAEAWAAVADAFGREAARARERWAGEGGGAEGGGAEAGGAEAGGAAARAGGGEGGEGAGGGGEGG
EGAGGDGEGGEGVGGGGEEAGGGGEALASFLEAAGDWRRERGIEARCLAAGYEGVRRQLCLAAFQSERERGVASLRAAIE
ASRRRHHSRASAAAHDARQRDQAACEAAARRLAAAATARARRAAEAWLHTAPPDPTEAALARIGAWREAQLAATAALAEG
VPDAHEAAIESLIGAAAAWREGLLAEAREADAARRTALLSQREALAHQVFGGQLQPPSRSRECAWWVGLAIPDALCREAG
GGEWSREAVAACDRVASLQRAASAAADQAAADTRPAAADRRVAAAAASAEEAVVAAGAAAALQPWKAAKLAELSELEAGR
VAAAAAAGEAFARRFSAAAELERLESALADWREREAQHKRTAAELTEVRVRHRAARQWVLLLRRSAEQNTRTVADLAIGR
QRLAKEAEAAAREVEAETARRFDKKGQMHARWAERSALEPNAPKRQALLEAVGAVRDAAADSAARVRAAMGRVRCGAVSG
ATEAMRATAKALSEAAEAAAEEEKAVEREVLLEQRAVDAKAPKRPLGQSSSTAVDGASRSRPRLGEASPAGRLPLPPPPP
ALPPRAPAPRPPAAAARGGFRPSNSLLGGAARGGAGGAALPRRPQDPNRAKAGAAGGRLQAGRFGLLG*           
>Ehux_114699                                                                    
MVPPGTPRRLTTHLNFLRADSNLQRRFRDASPEELASLGDCCAICRENLDTAKVLPCGHYFHYRCLRAWLEQSHSCPICR
ASLATPPPPPPASPARAPAPRAAAAGSAAGGEANAGAGGGGSVGGGVAEVEAAARVGDDGGGGSLGGRGGGGGAAAPDGG
EPEAEEQEEETYLLFSSDLWSWPSWLPRLHLEVVRSRGDFERTARPAASGGNGRAREQPQRQPPTPTPLLQRQPQQPQQP
QQPQQPQQPQQPQQPQQPQQPQQPQQPQQPQQPQQPQQPQQPLETLREMFPHVSEGGLRRALLRSASLDAAVEQLLEA* 
>Ehux_468887                                                                    
MRPTALADVGSLASLAARPGDGSIANDQATSMVLSARERSCSVQSDSDSGSSCTTEYSWRRQVIEYPWAEPSFTVRSALL
APWRQPRSPAPQSLAAESITPPSLCAARGHAGGSVKKLLAAGAEVYEGVSPLSLHAALNQPTQLKREISEIKREISEIER
QPRRIPSQRDCDGDRTPLHWAAARGNSHCAALLVAAGADVLATDRAGLTPASLAFSLRQWSTYAFLAEREREAGEARSSR
QECEDDDAYAPPRPTHGHPTHAQIHHTSPHAAAVAFALLWLCIVLLVPIAMVQTHLENQDAEARKRARREWASEAASGLR
QRSLEEGRCALASGSSLGFCCICMEEGSVEEPLTVLPCGHEFHAGCIEQWLVFRGKAAGCPLCKAPLFPKESKEAAASAA
GATAAPAASSGGAVVLV*                                                              
>Ehux_114792                                                                    
MMAPLRTASSDSEGVVLIPAITKRNTTGYKNVSFNRSKKKFQARFKDGGKSVFLGSFDTSEEAAIAYARSEYGRADAAKM
LQPRPAPSAAGAEAIRQAEREGLTLATSSSNSGYKGVTFCPKRKGSKKYKLNVWVGGKMVTLGLFATAEQAALFYARREA
GRDTSDLTAPPPPPPPPPPPPAPSSAAGAEAVRQAGREGLTLVTSSSSNSGYKGVTFCPKRKGSKKYKLHVWVGGKQVSL
GLFATAEQAALFRARREEGRDTSDLTAPPPPPPPPPVPSSAAGAEAVRQAGREGRTLVTSSSSNSGYKGVTFCPKRQGSK
KYKLQVTVGGKSLALGYFATAEEAALARARHLWDTTVRLLVPQPQQAPPQGAAGPSEASSVEEEEDGFDPADTADAVALS
LLSDPPPSASEQRARWQARTAEQAARAEAAAAAAAAAAACAAPPCDDEVEVEVEVESDEEESEAEAEAAAAARVAAASAA
TEERRECAICLDDLSSHPESRLQPRDPNGWGATRCCKSLFHYRCLHTWLNDDSEVETSHGMDPINTACPGCRGFVSKSAS
RMLA*                                                                           
>Ehux_237029                                                                    
MPFFNQQRRLARRRDLKRLGPEEIQRECDAIDAACDEAARARAMARSPPAECAICLGAMTGATWQCRYCGNRTHARCHEA
WLEYSTTCPFCRKLDRRPRKSTRCFAIVCAIALLSALAGSSVPSPVPSKERGEG*                         
>Ehux_237457                                                                    
MPDCSICAEPLESALTVTRCGHVFHESCLLEWFQHKPVCPLCKTERSSGFERPLLAAPAACSAEAAVAIEASIERGDEPP
CVRSAAAAVRLAVRQESKAHAEAAAARSAVEREQAVLASLRAEHRRLGGRLQARAVEALNKEREVAALSASVQRGSVGAG
AAAGRNSAAAKVAGGEAPAVTRERLASLSQQVGWRSGELKDLRAKVEAARATLVADRSVPISLPTVHQ*           
>Ehux_237794                                                                    
MHCVASVPTTGLTFGSSPVPCVPWLLFNGTEGGITLPPVSDQVCTSSFMARLLKIGVARRTECSVCFKMVKTKDNPSQLP
CIHFLCTDCLKKLYQLDKKGLGCPSCKTHFPNYVLTAHSAVPGGVALCEWC*                            
>Ehux_238555                                                                    
MIGIGEPSCKSLCPICLEALPALAGRTACPCGHVYCSACIQRWAEVSATPYAHASCPLCRSDIENAPPADRRGVLFVHIG
ERAFVRPVEMGGQRRVARAALEAALAEASHHCPPPAERESQINQ*                                   
>Ehux_116545                                                                    
MPEKQLTSEKQPVSKQDFDDDAEDEEKGYAASKPASPSAADRKGIPLLAALDDPLVAVLRSGAIKLLRAEFLRADGSEAM
LPELLRRQELERMEEERGMQIFDRVKAEQIDELDLTLEGEPCPDQVAVRAAADPPVAYEEYRAAIALQRCALVKAEAVTR
SALGRAYFSMGLTTVAVLQLERAVALRRESLKLRSVIGTREPNHVSCLAEAHRQIASTLINFGGVRAAVSEYYRAGGEKA
AQTRAVLGEALTFARMSGDIGAEQGALTQLVNFQDPSAPADAATALKDLLARTGRDVDPCCIVCYEELGDTSLHALNCGH
VMHKECVENWRQHSNWCPQCNGKAMPGPYSSLMVLRRRASRSGLVVSQPPPNQGSKDCSLPLAPPPPASTDPQPGAVRPG
ATVMAASRPSIDLDEDIAALLERARVSALVSGKVVPQLLAQDVGNVAALLEAVAEDGLEGLGLGKTVQRQLCRCLPALNS
CDAAEAALSSFASLSLVEPPLGAATGAQAGSSAMAGGDGAAGERAGGGGGTDAAEGAARAADGHAIAASGPRGGAGSGSA
GEEHGGGAAAGGEGRGGARPKEADSGACSAQAAEGGTGGGAPGAYMDPVAPALPACGDGTIAAAGGEEEVEGAAAAAEAG
RRAPKTLIVADPSATRHTDTGHSSQPLAASAGASDSTYSGADAEEAVAGGGSGAAEASAAATAEEDKRVRALRIALQHRT
QMPVTDEEARAILQARGGRETPVTEEEARVILRARGDVGHGRATFQARARGRGGRATASPALASKGGEKLSRRGKKAVAK



EAGEVVSREEGEAIYRATLESLLASTGWTPRAAEERAREEQRAHVRQMRWAREHGRGEPVRCFDAEEYDEGDDAFDALFD
GGSGYGLLLFMQSSLLDTEPSDTGLDEASQRSPGGSTSLLAGSILPGPALLLFLHLPKTGGSSAVSIVSSLPGWRRHCPH
WHGHRYGGLIVSALAEPLGLSVGTRPANSTLFAWRQSRVLVEFHLPEEFRLFQRKFRPRLDALASVYRRAGGHFFAATFV
REPLAQTRSHFAYFHVYGGAFVRPKTPPTWRTNASAQIAGFARWLASEPADPQTKLLAHGAPAAAGGGDDVGTRAQATLG
ALGGVGISESFERSMQSLLTRIGVLPACHLTQLNLSAAVAACANGARHRHLLADLPADVRALLGNRTRAASEYYALHASA
RNALLALPAAPAAPVPEVTASPTCRQDASPFRVATKCNY*                                        
>Ehux_240035                                                                    
MEHWVAVTEAKKELEAGLALCEQVKAEQIDELDLTLEGEPCPDQVAVRAAADPPVAYEEYRAAIALQRCALVKAEAVTRS
ALGRAYFSMGLTTVAVLQLERAVALRRESLKLRSVIGTREPNHVSCLAEAHRQIASTLINFGGVRAAVSEYYRAGGEKAA
QTRAVLGEALTFARMSGDIGAEQGALTQLVSFQDPSAPADAATALKDLLARTGRDVDPCCIVCYEELGDTSLHALNCGHV
MHKECVENWRQHSNWCPQCKRGMSG*                                                      
>Ehux_240162                                                                    
MAARYGRADAAKLLQPRTAPTAAGAEAIRQAEREGLTLATSSNSNSGYKGVTFKPKKQGSKKYELAVRVGSKGLPRGRAE
GLALASSSSSKSGYKGVAFYPKARGRKKYKLQEMEVEAGAAARVAPAPAAEERRECAICLDGLSSHPEARLQPRDPNGWG
ATHCCKSLFHYRCLHTWLSDDSEVETSRGMEPINTACPGCRGFVSNVVRGSLVVKFFAGAPEILLFVELASGEGGRVHGA
KCLAVLAGVA*                                                                     
>Ehux_458235                                                                    
MGNASSTTDEPGNRSRSPQAARLQAREVTPLELLLLREFVEQHLQQSRDGASAGEIEQRTAAWTVTDVGKLPEELRTCCV
CLEDVCAGQPVRTLPCLHTFHAQCAEEWLKKKKTCPLCQFDIVDGADGGSSSQEA*                        
>Ehux_242732                                                                    
MAARYGRADAAKLLQPRTAPTAAGAEAIRQAEREGLTLATSSNSNSGYKGVTFKPKKQGSKKYELAAVRQAGREGLALAS
SSSSKSGYKGVAFYPKARGRKKYKLQEMEVEAGAAARVAPAPAAEERRECAICLDGLSSHPEARLQPRDPNGWGATHCCK
SLFHYRCLHTWLSDDSEVETSRGMEPINTACPGCRGFVSNRFKLVLFARKKVWCQCAPVPCPVLCEYR*           
>Ehux_118256                                                                    
MCKAGFAGDDAPRAVFPSIIGRPRQPGVMVGMGQKDSYVGDEAQSKRGILTLILIAAVRQAKRQGLALVTSCGNSGYRGV
CYCPKQKGRKKYQLQVRVGGKLVTLGCFATAEEAALARARHLWDATIRLLEPQPQRAPPQGAAGPSEASSVEEEDGFDPA
DIADAVALSLLSDPPPSASEQRAARRRARAAEQAAAAEAAAAEGAAPPWDDEVEVEAEQESDSEESSEMEVEAAAAVAGV
SAATAAEEEALECVICLDDLSAHPEARLQPRDPKGWGATRCCKSLFHYHCLHTWLNDDSEVETSCGMEPINTACPGCRGF
VSKSTSRMLR*                                                                     
>Ehux_470326                                                                    
MNVLTAAASLACASPPNQIREEEGGEEEEGVLCAICHGNIAPLEVALVQGCDHPFCCGCILNWALQKPKCPLCQVGFSHL
WMYKQLDGSYNDYLREESLSLLHRAVWFRKAVSSEYSPQPVDDEDEYHEFLQYEFSGRRDEEEEQMYYLEMQERAALGRQ
SRRAIGNRMFGSGGVVQGGRLKARPLPVTPKFTSKKGAPLERAAALHRRARTHPRSRFRHLGFRLEGGGGESSGGGGSSG
GGGSSGGGSSGVGGGGGRSEPATPRVSRAAEAKAAKTAQREAMKERRREMACAATTPRKTPSL*                
>Ehux_445679                                                                    
MSGLASRVATALARCMAPSRKRCQHTDERASTGMSVNECCAICLETDEGDGVGRWSRMSCGHRYHAACIQRWARESGACP
ICSAELPADLRRLSEFGSRGSPDSGRGAPCSSELIVPLHLHVRRCPGCHGPIEKVGGCNQMRCRCGQQFDWREAAPVTSR
NSLRVAMPEGPVPRLVCAIGITWWCGGTFALKCVATTILVCGAVWLVCCALVAWVVNVVLQAIGEAIAEGLREGLREAIR
GR*                                                                             
>Ehux_246659                                                                    
MPDPGTICVVASFALFEMAVGVIISFLVRQSDEQRLGQEREDEAKLSDAIKQLDERCYGDERCSAADECSICLGRYEADD
KVRRLKCGHEYHSECIEQWARCKGLDAACPLCTRPLFPPRTCAPPIVSSQSAPAITML*                     
>Ehux_445826                                                                    
MNENFTPQTATRLSGRTSERCASLDPACCAESHQTKRRCVFRSAPSLSDLSTALLGTRDQVLACLKIQSRVRAWKQQLQA
ARAVTDECMPDEDECAICCSLLCEPSRWPAIADSECEHRFCKPCIAQWMAQQKSDNPTCPLCRAPALARLSRGAIEVDET
EAARLAERHPCLYAERLTLHRAMSAQLRVHEQTGRVTMPVAVGFPEVQQRSDSYYWGYFSFSRTEHLNALAHALASPRRQ
MLVLSGEERGQGARGRVVTVTLSWWLLVRCRRSGVVRTAAGDADGGNVAASALLQALVARRTRWGQVCVELRVERACALA
APACDDEERLGVTMGEVRYR*                                                           
>Ehux_248025                                                                    
MSEASGAQCLSRRLILAAFELVFVFRLGAQPPQSTEAAGGRPLTERSKTLGPAIKREQGRPRVDPGTGESEQTASAAEGT
ADDGEVEQTRRARRGREQDFAEISRRMYEEIRSSRDPRDHEVLEKHRTPRRHIDYGLLKERIRSGVSRKRFEQLLADEVR
AVDGELQAMQASASSLSVREVHSFAVLNYLALRKIEKKADKWLAGSSSGSLVSQSRLCMLLLNASLPVELARAQRGEEVG
CSASTGGGCEENCPVCLDAYNATDHIVLTQCGHRFCYSCMAECALAGFESCPVCRKPQSLDPTLAAIDKLLGTHAGG   
>Ehux_248743                                                                    
MTAPQLAEVMPDCSICAEPLESALIVTRCGHVFHESCLLEWFQHKPVCPLCKTERSSGFERPLLAAPAACSAEAAVAIEA
SIERGDEPPCVRSAAAAVRLAVRQESKAHAEAAAARSAVEREQAVLASLRAEHRRLGGRLQARAVEALNKEREVAALSAS
VQRGSVGAGAAAGRNSAAAKVAGGEAPAVTRERLASLSQQVGWRSGELKDLRAKVEAARATLVADRSVPISLPTVHQ*  
>Ehux_249314                                                                    
MAEEDFPAEECPICMGALVDPCRTRCGHIFCSECLKQSFPAETAAGRCPLCRGAISLFSTVSIATESALRPPAVSTIFGT
TFLQGGRPGVASYHFEVPPATL*                                                         
>Ehux_121450                                                                    
MMTSVAAARTLISVNEALGFGPEPPMPLTAEEAEEAAEAEGLTLARSDKSPTGFKGVYVRKAKLQRPYGAFATYSGHSHF



LGSSVTPQEAALAIARRLAQKGMTTLAAAPAPSEPMSSEEAEAPAPSEPMTSEEAEAAAAAENLTLVRSDKSATGFKGVK
NAVGSRPYSAREWCDGYTIDLGRFATAAEAALALARRRRRAEARVASGGTRGEKECPICLETLESIGGLVKTACPGGHIF
HRSCLYRYFGDGCTADCPMCRHPVNKGEETPLPRPDETPPKQRRIPGFNSREMDGRAGLVLTRPKRAAPSEGGPSKRPPS
ATTSAVEVRQAVGELPRQSSRVCARMGLPTEHAVR*                                            
>Ehux_446831                                                                    
MPDRSSGSSSSSNRGEGNRGEGWFAAIDRAVGWCFHGGRRRRSQNEESERQRVRTRSQPARRPRTAEPLPAAPPPPFSSW
WAALDPAALGGGTSLAPDEVRAAVWRLPLEEYSTAEELRAWPIKQLVAELRLARARAPRSRVGLDAQPPLDKEELVEAVL
LARGGEAAHACAICVEDFESGDTLRVLRCGHRFHLE                                            
>Ehux_317647                                                                    
MLDADGLRVEPQLAAAVLIQVRVREVQQRRQECTICLEPMERPTPWPAGCGHSFCHHCVTRCAHADRSLRCPLCRKAPPP
PAKPPPLKWYVVATPTGGMVACLCPTERDGLQAANDTFDHGFSRMVELTTDDYWRLLHRRGPPPRLRLRDRAVARLRLPG
RPRRPATVPAWRFRVPRPGPIESALIFLGEGVEELLELFE*                                       
>Ehux_60510                                                                     
DDCAICLRPLCASRLRASVGGLPCGHVFHSGCLDLWAAGNKTCPYCRAAI                              
>Ehux_256728                                                                    
MPTRSAAVCSICYDGIRWDDRLVLPCKHVFCRGCIDHMFLHHHRTADDYASQCPMCRAPLMGEADELFTKGSWCLAGFQR
QVELQMHGLDLIFPFEIGHAITAFEDCITAVEGHATGPGGLNRMAAAAQYNIGRCYELRWAAADDLRSDEAQQDARDAMR
AYEL                                                                            
>Ehux_258595                                                                    
MRGEKECPICLETLEPSTGGLVKTACPGGHIFHRSCLYRCFGDGCTADCPMCRQPIAKGDETPLPRPDKTPPKRRRISGF
NNREAVGALPRQSLRVCMRMGLPTEHAVR*                                                  
>Ehux_125289                                                                    
MFGKRGYRDGTLLTTSVVPPKGRFNAPANAVAEDEARTREAAKRQKTEAEKRIVAERCPICWDSPPDQLVTAPCGHTFCR
SCIMAALVIRKECPCCRESLSSHRALTHRSDPEVVPRHPEATELQPTAGEARQSAAGEARQRDAGE              
>Ehux_259510                                                                    
VSGVLTILCNHTFHNDCLRQWDDPSCPVCRHVSGGVEESATSCEICGTGASLWICLVCGHVGCGRYGCGAGVIHNERTGH
NFAMELGSQRVWDYAADGY                                                             
>Gthe_49918                                                                     
QSCSICLSDFEMGDEVMQITCGHFFHQDCILPWLKQTNSCPLCRFELPTDD                             
>Gthe_54007                                                                     
LQESEEGHCPVCQEEWKVGDTQRVLPCNHRFHNMCIDRWLKGHKAMCPLCKKD                           
>Gthe_132763                                                                    
MLEDTIIAIYRQMLPAIPWLTAIKSWSQFPALSLFFASVYLFIKVKGGIMTAQFANTACNALFRNKLPYGQLLKDDEANN
SPGDGECAICQSDLHAPVKLVCGHIFCDDCVMQWLERSLIDGTCPLCRQVVQPAAYVHISMKSVKLKFNSELATGDYQCL
SVSHDVGEPTTWAAPESDSEGEYGMEAARRTLRSDVLAQSMKGGQDELEDPLLGPVKKNSDISSESFNAIHYLSTVHEHT
DLSRIEQGLKRLKGRQKLEKVGQDSKQLIHANFSRFVAAQDQLLALKELLSELDEQAGAKSVFQPILELSLAMVCAYHDS
LHLSQYARKKHQDQELSGDYRSSSNAPFVTQEDQSFTSGLFRQLADEIEAQIDIVKRALTKKLGDLYCTVNELPRVIMHL
SKLDTISRTNGKRLEDFSEIRSNAKKCIRMQTEAILSVMSKAVSSFLDQGFEFDKLSSNLKDHTSQDEDWEFGFSLSDSD
VVDPSHSALNETKRASDGDISDNQIRQRIQHTFDGLVTALVNTLTSTLEINTKRLINLDDMCLSLFRNYDKSSTPSNDSS
GPPVQPRKLARQGTFDTHGKGKNTNILMSSLHDIVEFYDSSLKPIFQRSSLPPVTFFCSKQVIRGCLVNGTRIWTSQFVT
LQCLDTVCACRSSISKVQNCPQELLVKVGAVIEGFSGSTMRDMFAHLKMLLQNEVIQREKFSPDIMFAVLNPPASDLTCP
QRHRDRELLHPHHLPDEADLSIQTRKSIADALEQVRGIVLVSEGLRSLAVKLCVQSIELLLDALHRIAFGDSSTEDAFLK
YWSYQDFKKIEGNVEVAEKNQNGTPSKPSSSLNGEMFSHFQLYEVDWNSVEFRQNSMRVIAQSLTRRRRNTNSKHMSDDT
LASRATQYNLVQNLLSVLADVEYVRKNVRDILQECGEILFEDEKVASLLLAECDNHGHVKFQDDEIEHEVSDVENLCEML
QELLEEKYIRGMSVALKDVTAAGIKDWDTTKASDVGESEAGSNAALEPDRVREYADETLAIVCRAMDHFRCLGSRIQEKV
LVYVVDALWVNMFELDSEVQFLKLALMKYSEQDSRGRVERRVALLSEFMEAWLRSCDVSMEEAKVIRKAAIREAMFRSRI
LVSCFS*                                                                         
>Gthe_132951                                                                    
MGAGFNREGDNRRVTRVTSFVSLNSASLWNLLLADLATQLLPWHRYVVALHLIAVLFLPTQSVFALCICDFFLLPAKAFL
TCLLVLSIVELWEDLQVALMLVALILGLWSLQRLWRMFIRQWAKTLLLLCAKSAYGNCEDYSHVSPRIRRFVLFTLSSSQ
QLSIARSPSFVQAELAILFKLASASLKERELLRHALQSCLRLLITLEDSMLLLDVCDKLVQSGVVSSLSKMLLVEDMEVK
KIAIEILGMMSRTEDTSSILIGQDREILTSIVDTLHRYKLTSPHLASSACAAIADVCSHDVVHEFILATNACSVLLEAAR
LPGISNLQVYAARSLLSLSCGVAMQPSSSLEDGGGLKEEHARSQEVEERARDIYDLFFEFLTSKPPPPPSLCHLACQYFR
KLLSRGHHDPLARLAISQGIIRILFLTLRDAGETAIVMEALPALACMTMTGEDPLLDSMKKLHGFLPAIHRLLTHQDGAI
RRHAWIALLYLHGRLLCRSYGMISRRHCDEERCPICWNDYTLDDTVVVLPDCHHVFHHACINSWLVGKQGTSSSAINHDC
PLCKRIISVVPL*                                                                   
>Gthe_150391                                                                    
MSDGAENEAWHDCRQDADVEDVQFNLECDESSAGNEAQDARSNTGASRQDSSNPVQHDRYDREVPAASTVDNSWTQSQQH
GNPFANMQTFQFHGFPGFHGGVGMMQHGGNFTTSTGVGAHGMIIDIPMDQSIPDISVGVLGVPVSVRMDSLDLFAGDSEN
FFNNFDPLLQAMQASFNLSQGYKPKASARALEFVPAIRLEKGETIECPICADVLRDGDWGARMPCGHYFSLEELAKWLAV
NNTCPVCRFELPSTDEEYNRNKKLSYEDLRNSFENICKAPNDIMATRINSARQVFLDGVLSAALDEVHADMGEENVHRSG
EDLGAKESKSCCKCFNVDSEEIEEELQQLADHFLFEQVQQRQRMEVMLDLD*                            



>Gthe_161039                                                                    
MAAREKSASLMAAAMQDHFMRSLKVDISASGRIRTRKPKVKKQEELCSLMDDKQDKADKEDLSLAQKLGLVPAPPSKLTR
EEWMSVAERSRQGAGVLLSGRELKLLLRRGRQDSCNDCAICRESFRADAQVILSCSHVFHQDCLASFERFAGAKSCPLCR
MKNYEKRLFEDGRRNWEKVCAVKLQAVWRGHAGRKIFNHLVETVVPTDPEKRRQFYYKRMEKLSARLFSALDAERDQDLD
DLFRESELALQFSRGVFGHSAGAGCGGVGERRRGEEVDWEMVEARALQRDEQDCAICLCDLGGPSKKKVLTSCSHLFHAN
CLESFERFSSAMAEVDSLCPCCRSKYEKRFY*                                                
>Gthe_101288                                                                    
MSEVSFQRLLHAVQAVNNIHLQSLNNDTSSSSAAVSVSSLDLCSLASPDPAASQALPVASHVHDKSLDCSPLDTSGGLTG
SQGLLDAQKLVEESKALLVPGALLRGDINIPGMSSAAAANGLTEDGSRAPYELEVVKIEIDELGHQVLVGRHAAYGDEQL
CELSVQQEGDQVRLEYADAETLCSGTFDFSNRKIVGTVRQLLQGMDNFFVTSEEISHTFCLHFPSDTPQSAKLRVDMKRA
RQERMKALTGFVEQWKGTIPSRYKDEMHQMGLVAEEFLTDAVDYAEEICAMMRRQAAILQRLTFDSKKERRKTLESLAEK
VYELSTALPDSQISMNVLWSQMIKVQHRLEFSFARLEQALTNASIRVTRETVQTICKKNVEHAPGEEACCMICLVELDDR
STDFQLPCNHVFHEECLLKWLHTHNTCPNCRCVLENEEDVDVKSVQEVSSAESVDESNLDQDTLSCAMK*          
>Gthe_40478                                                                     
ENEGEDCSICLSTIFQGNLMAILPCSHRFHEQCVLRWLNQSRACPYCRSRIS                            
>Gthe_133938                                                                    
MPCIQDFDSISEKKKSTLKLKCLKSVVLSEGVTCANSRPVGASVPPTSFVQDFSDEDDLTDCLICLEPFDEEQFVTILPC
RHMFHHSCISTWLSSRLYQNKAGKCPHCNLEIVAPKVEKDPLPHLADELREAQARNTLEALRGIVRSESQTARGLCVIAA
FVTIVFVAINVILVVLHV*                                                             
>Gthe_102143                                                                    
MDQDLTPAEILRRKKEAYFSQRLVEQQRQLARNDDVTSSTGEAGAASSVSDENVLEQITARITSKLKDELKKELAKEEKE
ISQQKDRQQGEMECFLAGELEQATCPICYELMKAPKNTPTLLFPCGHTFCIQCLNSHIKLNSRGTCPYCRVKIQNQAPNL
QLQQLIDGFAGRKDEIIKKVEKVTRDAADAAESRNSFSLRNVSSSDREQLEDYRREWRTVSMRFRIYANEANDCDSEIKD
MESKLQATRIVRKHLHGELEDAFKRMQKLQEEIDFIESQLQQQKEKEKDLDAEIVAKRKRMNLVNATKESLEMERAKIRL
LVEHSIPGNVDAFLES*                                                               
>Gthe_65446                                                                     
MGRNQRGKCIFRVSLQVGAREKFLLLCIRRVLVPHLLCSQTVKRPTIQDDDKPLPPIILFGNITSANCGINMTMNATSMN
FEVYYSKAMHYTLMVTAASFMQVLLLVRQIEYSNSRTSAIKVSLLTIGQQAIMDSYLCLMHLTTGIVVEALFNAFATAAF
FKFMIFSIFEMRYLLIIWKARRPHGFQEGWNSMRRELSMLYSRFYGCLLAGIVLIYQMQRYTGALVLLIYSFWVPQIIHS
IHHDHRKPLLLRYIIGISCTRLLIPLYAFACPYNFLHSEPNYSLAFALVAWVGFQVAVLVVQHYKGPRFFIPRIFRPEKY
DYYRRIPMESPSESQDCAICMMSVGGSHDTSPRVVTPCDHVFHQDCLKRWMEIKLECPVCRRTVPDIDDD*         
>Gthe_57272                                                                     
PRDSHSSTSEDKECMICLSGFRTGERIRMLPCLHTFHKLCIDEWLQTHEQCPLCMQNV                      
>Gthe_102917                                                                    
MGLQDMDAWGATHWYHLHCFDWKKYSSRSLIFGYTDLKEEDQRRIDDLIANRETFKPPNAWPGLPQELPGRPGVIIENER
AEDICYGSCDVFVVGCQYYGGELLVGQYALLKREPDNPYDQNAIRVDNMLGLQVGHIKRVFAAGLAPLMDDASPWKPSFE
VSVLSNLLCTTLLQHQLEGVAWMHMMETTEKLLPFWREVDKNGAMQYFDEITSTLYPMSPGPLRGGILADDMGLGKTLQI
LSLILMNPRTKPTKESKQLGNGGTLIVCPTSVLSNWVDQAKLHTTKGLLSVVTYHGGARQELSSSLREHDVVVTTYGTLA
CEFEEASSNGPISKKKRKRTGAENLFSVNWHRIVLDEAHIIRNRQTKTFKACCRLEGTHRWAVTGTPFQNKAEDISALFS
FLKAKPVDDFTVFKQSVSNPLKSSGAEGSAMARLRVLLKAMCLRRSKSLLMNSLPEKTIEICRIRLDKKQQEAYSVLLDS
ALLCFGPIMKSGGKAITKHYTSLFECVLRLRQVCNALHLLPKERLENAKKALQSLNKVELNVEEAEALLKKLQGAINVGE
NEDEALTFECCICLDDLDASLAQIIRQCGHCFCSLCLQKLLASVQGSECRCPLCRSPFTRGDFIGATELNNIVTMTDNIQ
GACESASSADQVSPKVQVVLQELNKEWEADPSQKAVIFSQFTGMLSHAQEVLAQNGIQCLRIDGSLSLDKRTEVLRQFDR
DDARRVLLVSLKAGGTGINLVRANLVFMLDQWWNYGVEEQAMDRVHRIGQTRRTRIVRMVCQDTVEEKILQLQESKQLLG
KGVTAQLSAEEAQKARIADLRTLLFGCGNDIP*                                               
>Gthe_92764                                                                     
MSYERLLELDNSVKKLGLKAHQLERLSNIAKRLRDLEGRKEGDCCICLEKVEANLEGWQLPCRHFFHEGCIRPWLRTNTC
CPFCRACLTRI*                                                                    
>Gthe_103211                                                                    
METLRTLGLRTTLYDYQLRGINWMLSRECQQDGDGGEDATVSTCTNASLNKQDCKLIDSDGNRNNLHSQLKPDNVSNRSS
TDEFVHSALWRKVTAYGGISHYESVIAKVRRTSRPEPIFGGILADDMGLGKTIQVLSLILSNDPDRALRADKAESGCKRA
KTLIVCPVSVLTSWDSQIERHIEDGKMTKMVLHSKYLQRSCNVSSRSLSDYDVVLTSYETLRNLYQRWLLNRNATHVKKD
GRRSSKQDIIGNQNIDMFDMRWWRNDVDDIQSLLQFLRVEPLDKLLKTQGSLGITRLRVVMQAFCLRRSKALLASSLPPL
SIQTHTVRLHGHHLDMYNLLFESASSVFFALDEHGGAAVMRRYSSVLECILRLRQTCCSSRGVSQQRMERARYVLRYMER
KKAQQAGDEENATKLLTREEADKMLEKLSGKEETMECVVCLDDLDEETKRVIRSCCHCFCEDCVMKLLQLSSGGDAVCPL
CRGKFSKGDVFSVEQTREAQQNLARNASDEDEDGERQTDRVQAEEEEREEEEQRLNPKIHALLLDVQEALQADKTVKSVV
FSNFLSCLDETESALIAAGIPVFRIDGKTSIVQRRRLIQDFDSYPQGALLLLSTKVGGVGLSLTMASRAYMMEPWWNAAV
DEQAMHRLHRIGQTRPVTIIRYMCQGTIEQKIMEMQEKKDWLGKAAMMRMAADELLEMRLRLFRTLFLR*          
>Gthe_134904                                                                    
MKPALFGAVLLLTITTMTESSIRQRVSSSAQVKKQSQPPSQAVKQSLQGQKNGKDPGEQAERAENKVLMTLLEVRKRFQA
KTAAANATSADGVPARPEVSVKTAQPATAHQPDEDDNGAMNWEKEDCVVCSEGLQSKVIGKIDCNSSHIFCFDCIFKWGA
TCENSCPLCKQEFANIDKLIIAPEESTAGRRLGSGLSAEEQGGAFFHILGSRWKRISSVTIEKRKQRVEDEDRGLEEGGC



QLCGAGGTLIMCDDCDQAFCLGCANLTQDTVRERDDCGVVADVGFKIPPEQVPWFCQECEMASNEETGGGRRTRSMSEAA
IRRSARRLGRNYGRGRRNSLGGFVVDDGFNDIEDQEWIPDQEEAEASAERHQGNAGRVRVAAALDGAGRD*         
>Gthe_135010                                                                    
MAAVEEELEAVNSVYADEVEGVGGGEGEDRWIRLKIMPDVAGDAAMVYASLSLRVHLPLGYPEDAGARGEVEDAAGLTES
DVSELRMKMDDLCQELLSDKATCVFQLVQLAKDFVNEKNVPSDDCTICMCPFDEDEQFFLTVCGHSFHVECAARWVHDQY
VKTFEKLELDGKAEMPAQGCLTGEAVCPVCRTEISEERTKMLRERIDKLYVEYQEQRREEQLNAERERLEQERRAEIRKN
AEKLEREELERTAFVQQPVVVIENYDGDSVKVLRHFMSPFGASDCRLTSQSSSQSLYPRAFVWFSSMDKAMKACKNLQSR
YSIHVATYDDFKALNSAGQPSNSESGKERSVQTALHVKPGAKVTRITNAEDIRTRRAGFIDVQIAAPPRDGEANEEVVAF
IASLFNVKRGCVKIVAGHRSREKVSIPSDFREASQEDEAALDSLSSYPSRSSSPTADRFFLRNSPKIQKRSPRHEGAFHF
LPVPLPADTSPQSRATSPTEDLLREAYDRSTTGKRLPHLLHKKEGDHDVDLSESAELNSFMIANYVDNRSLWLDHGQYSS
LPSKYAHLRSYYNTRVARYLEKANKFQLEMSRITSQARHYELTRVGGREQPRPALQVEGRKLLGQPQGYDSPHDTAAPSD
ESPGEEEFPNLPTARADHEAKQAASQTVMVVNFPRWPELAVKNSRLPLRHRQLLSLFDNQFSVSETPLPVIHGLRTQQTA
HA*                                                                             
>Gthe_66966                                                                     
MWYNQLDRASALSVESFVSYKISPILLAREIAVVCSSSIDKDELSIRASASTREIAAAYSKDEAVMEVILRVPELYPLRV
VEVEGTRRVGISEGKWKKWALSMRTLLDNKDGSLLDAILLWKKNVDQVFEGVEECPICYTVIHMVNNSLPTLSCHTCRNK
FHSACLYKWFNTSNKSTCPLCQTPWYS*                                                    
>Gthe_50560                                                                     
EKPTCSICLGEFAEGEELKSLPCVHVFHCACIDQWLRLSSECPLCKRSVL                              
>Gthe_45358                                                                     
ESLTSCSICLVDYEVGDDVRMLPCLHAYHKACADEWLKCSHSCPVCKTNI                              
>Gthe_162352                                                                    
MPVGKFLSEELTRLEQCDVKFADGMIRYSDLKAHLRQLLENHTNDVIERSETYCEAECPVCLDVLGKSTSVTMTSCGHSY
HTICLISSLGDGLCTSCPLCRTSLSKLVPTGFDGVCFKLICKIRINVDTAQACHRSVLEDIKRRKRECEKDAEKLWSFQI
GRKKGILKTMSSLLRCIEALERFSKATATGICKISSKIAKTLDPELGARLKEEYVTRMLYYQDCAEDGNKTTANLKAEII
EYMENFSAGRHIRSNSSSSTGFRCLIPQIDDMQYVAETEVN*                                      
>Gthe_68682                                                                     
CKHYRRRCEIKSPCCGRFFTCHNCHDEQMEGMGRYNVTVIRCKVCNLEQDVGPVCAGCGVEFAEYFCKMCKLFSKPTNQG
IYHCNGCGICRVGQGIGISHFHCDTCKACYTLESRQGHKCVERALDSDCPVCMQYLFTSAKPLFVGPQCGHALHQTCFKE
LLQAGTFKCPTCSKPMFEEKVIKKIQKVSLIL*                                               
>Gthe_162453                                                                    
MPVPRPHTASATGTNTFEPRQTTTMQGVFVVLADLDIGSNTEDARANDRPSTNARSTGNVNSDVPMLIETLLQRSNPTNR
ANTDTRNSNPFLANVGQPMVFRLPPPGPGYNFASTSRRSSSASNNETGARPRNRSRTEASTQATNTNPRERTLSSMLQRS
GVSALHQTFRFGSTTGTESSAQTGATDASSQTSTQPQRMHQFIQRTLNHFSAEALITDFIRHAIEAHRSRGNPPASDFAI
NKLDESIIVEALDAGCIVCQDDMEIGAVSLKMPCGHHFHRACLVPWLAEHNTCPICRCEIESNCPRYNQANYSKLKGELC
SETISRHKSGGLSNFPEAPRIAQLQGRWLSSTDGIDASIMSGSGPRSVRMTLRMPVASIGAALQAVRQNSSNTDRSGIAA
EFFASQRMGGQNENRQGHSQNVPDPIPPTVASTFDAIPNRNSEPSVANNQSARGRKRKSEDSVNHVSHVNVESSRRKRVY
KRDNLPQEAEGTANASRAAGQGVVSDADLPISSRTRGASHGAQKKQ*                                 
>Gthe_162534                                                                    
MQVMEGEIAWERASLKSEFKPLKDCLKCQLCKDLLKTPMILGCSHNFCSLCIRRSLQHHNFCPICREPCVEGDLRKNALL
GQVVQMYSSLRSTVLKKHQNGQMKSHGQVKVMNQDAAVVAKHISGKYNYNLMSETALKKLCKDTGIPESLIKGDKKHLEK
LHKALLRESEFCIRFNAECDRGISKTEDDLRAQIIRELAQEQNAQNRTKANFFDRSTKGEVQGGRTFEDLIRQVRERQKN
KKISSSDSPASRHEESPAREQPVGSRGETPCLEVFPEDGEGRRGTLSDAPAQVSIPRPDEVPPPWICLYSRRARRPFFYN
PLTRIGTFLWPVGSEEGQRASERGGEEEDGLCAGEAGCTSRLVVEEGGGGGERNKRNADEMDMTNEASAVGWDSNKKKRR
GRGDIRF*                                                                        
>Gthe_106808                                                                    
MALWEFLEHGRWCAFDKQAELVLEQAVAFGQTQTTARFYNPRLGTDVDYVYDLVSMCQVSKLAHDDQCPICLEGFLHTHD
DFEKCIRLGRCGNHHFHRKCVDNPNSFARGFIICPICKERYGVETGSMPTGKMIVSHIPNACDGFHGTGSYMIKYDFHGG
VQVQGMPTPGKSYPGTSRIAYLPDTPEGKKVLGLLKKSFSRGLTFTIGRSVTRGVDNLIVWNGIHHKTSMTGGVANFGYP
DAEYLNRVQKELADKGITPDS*                                                          
>Gthe_43221                                                                     
NALKALETLTYEKGSTQVTEDTCAICQDDYECGQELTRLPCKHDFHSACVLPWLKKVNTCPSCRHELEAA          
>Gthe_55685                                                                     
SSVEEKECMICLGTFRPGEQVRMLPCMHCFHKPCVDEWLEQGHDSCPLCMQSV                           
>Gthe_107616                                                                    
MDCVVCTERLNNEIAALMCGHVFHIECVKNWFRRGLSKQACPICKQTFDVSNKNRSDKRMVKIYLPDILDRQLQINHIDD
VGDMDQKALGEKLLQERNYFRAVEQELRLEIQAQRDSNLNLSTEKAQLEDKVKQLATHSESEHRKASLLWEKLNETQSSL
AACKTEMRRSLEKATTMETELVKLRRMQSNFNCYQLVQQGNDDKALEDLQRNNSGDTLLVELKKILNFRHTAFKKLQETS
NDMQKEIQRLRGELERKRAIDHGPSARLADYNRPKFSMANRKVPELDPPDRPCTSSAPVDNRVGSRIAEAVAEKRPDATD
VEDKENMLNSDISTTTTKIKGKSKGRSLLRPQEGQVVRSNDPDNGGRFIRSGPDGMGGTINIHPVHTGFNPPPRASLHSS
MTTETSDGNKINHKRKIVQPEKPTSIKKFFSNVSV*                                            
>Gthe_157754                                                                    



MKHYSRGCQLVGPCCQKTFWCRFCHDEASDHAIDRHAVKEVKCAECGLVQPVGPACIGQECGNAFGKYFCSICNFFDDNI
SGEPFHCDGCGICRKGGRENFFHCDTCGCCYSNALRDQHRCIQQNMHRNCPVCLEDLFTSTTVCKILRCGHAIHSTCLHS
MLRSRTQLLRCPICMVSIGDPSRHWTLIDEEVAQVPMPEEYRDMKVVVLCNDCSATGETPFHVLGLKCPNKDCGSYNTRR
L*                                                                              
>Gthe_163142                                                                    
MLGCNPWLCTAVRAVSNNIEKLFGIPYKDMLGTQRLDSAVAMSDLSLANPVTVTALGLDPSGKKFGNITVNLILHRSSSG
LLVDIEEFDLTENSFAAHQRVRVAIEKLNASTNLTAMCQQVVEEVFNTTGYNRVMVYKFHEDMHGEVIAECKAADVSESW
LGYTVLWPYGLLKCNDQLRDEHVRLIVDSQAVHAKLVTDNLIAKAESINLNGGQRSALGTHSLSSLGGLGDENIQHSLHL
HAKLCDLMYQQGHNPGLRLKGLVTSSPNLTDLLEGVSSAAIQYAGKISVCGDAPEQEDLKKICSLIRTTYEKALEKEGIV
VINSMAIVDQSLQRLCPKSAGLLAIPVTSDGLIILFRPEVASFVFVCHNDIYFTKLSTTIRWGGDPNAPARINRDTMGGS
TMHPRGSFEIYSDSIKHRCNPWLKWEIDNALGISEHLVDQRLGLLVNDIIKSVDTDEVCKVRSNVLVRLNSERMQTQHDK
EAVVSEMSYLIDSVKAPVLGMDNRMHIVQVLGKSLYGFVPESHRDSLSKAMERAMKGEEVEAFDLSIVKANALHAYGELF
WIGLLGSGYHSHQCGYDVTCLCVLDSLRHVIAARGRQAELEQQMDAVLHMTAATESSQGKDPPESNFAFEPDKESALLGE
GSFGKTYRMRGTMDGQIYAVKMENVKKAEKNGVQHIIRYYTCYMFKKAKYFCIVMEIAEGGTLGDLIEDTRGTVSRIGDE
RIRSLSSQLAKALAHIHSRRMLHRDIKPHNILLTQDGSEAKITDFGLACVISSAAAASSRAGTLTYASPEKAGAKGYDSK
DDMWALGCIMSELITGVPISARCGGGVFAFNSSLVQKTVDESIEASPTLGRVVEQVEILAFPRGQRALHDIDSMLAILEP
HPASGAMQDEAEELCEEYICAICQGLVLDAHTVCADEHVFCGSCLTKWLENKNDCPTCRKPATHPHRLRIINNAVEKLAA
RVLDAVSWNARRWQIEANRIAEREHERTESDRDAGHGAIGQDVCTAWKYMQGQAQFGAGCTLFRHAASGLIVEVFHGNGW
YRFRSRAGGETRWCNSCGNLGDSDFGAQDAVAQLERDGGEHVPPAGLGPLDETGYWESSIQNGKIVLVNSDEEELYLDSS
GTLVWLSHPGMNKAIIVREGTASSVQRSEGEALTS*                                            
>Gthe_163270                                                                    
MGSSPSTLLVLEGPNGTRQIHTGNQTFLVTRMISPSDSREMSLIAQQTNQVAFAGPSRGRAQIFQTSNINARSADRMMLL
MEALVEFLEAVEGGARGGTLVPQADLRTPTSVVASLPTCRFSGGDDSKECYICLSNFETDELIRKLPCQHEFHAHCIDKW
LLDVHRTCPCCRVDICEALEPCEDQREKLTGGRSELTAAGWAREQD*                                 
>Gthe_163384                                                                    
MYKATRRPIPDRTPRLVYSYFYYAFKLCYSSGVVGYLLILSEFLQIPAIFGVEVQVVYVGGMLFFFGLYFGVLSRDCSEM
CTDRMAASMGYGRKGSMPSRGYDPTVCLLCGDALNYNWALMNSSIQSQRINATETAERTVNLSCGHSFHDFCIRGWTIIG
KKDICPFCSEKVSLRAMFRNPWETQNLMWANLLDAVRYLIVWNPVIVGMTQLSLYELGYLENPK*               
>Gthe_152966                                                                    
MEAGPSQNFNVEVHNQYPLPQKDFVIPLSNGATFIHPPFSAGYIVWTFPNNPSPARSTAVFVSKLLCNSKSSPMSAQTVE
QLSGPHGYAYEPAALVAAENSSFAHGFTRENSVATVSDVNASVWSQFSFCNTENSVSHLHVLRGMKIVERNERPKYIGDE
SEEAENACTICLENLCTGVVVKTNCRHCFHKSCAYQSELHGLRSTGIWACPVCRDTVTWINLETLWQDGSKQNIDTSMES
KKSNNRFKAMISRSGMLNSLVSAIAAVDTLSIFSETQPSSFIPIEPPVGMQHNTDSQSMMDKAYNLEVPMQVQRVPLDHK
MFAENAESSEASKEPEYDQCCDASTDEDKDLNHVSVIVTSVSVASSEIFAAFQAVNMSEVVPVRQAVEVDRPMSNFMKFT
IFARIVLAMAVIITTIVLFIFGAAPQRASSRTQQ*                                             
>Gthe_140064                                                                    
MPDAMTGGQYSRRILRINRFTILMDVVTTSIAVGLVIFYIFSLASAPLETQSEMDFKLLLAYVCFTVILRIFYMIQLIAK
LKVYWEHGPCEVTELPFQNLIDFVGKFVPLVEPGHIICLCWMTSRVFPFKSCGVTYWAVCRSMQIASTVFVAIWIFTGLF
VLFVIFSIAFYGGNQARRSEVLTMTPIPDPLRHSIINNLPISHNAPPDNDPCAICFEVDTQHEWRVLPCGHRFHPNCIDD
WLRKPSKWRTMEVARLAGRTLWQDTGTTRCLRKQESPYRSKHRHRTVQIAMAQKERKNTDSG*                 
>Gthe_110162                                                                    
MGRGGSSPTGFAIGIILGPIIAVQKMAGIIGVDLTAESMGMQEPDYAFSPASVGQRLDSLEICEVKRSSSQVDQEEVVCA
VCQCAFEDEEQGFVLRGCQHKFHVQCLSPWLERRHTCPCCRESLGSTPLRSSRPTVSIAELREEDVPAEASPGPETSEIE
DCGHEASCEVKGGRPDLNEYSGAGKAFEKNNLELEPMCLSLTKERTSY*                               
>Gthe_153208                                                                    
MTSDAPGDITEKALMPADQLENESEDGVVEAVHDHRDDAGDTMESSSDRFRRVSAEQVAMNISPKSSKLRTVEVAPTTAQ
ASVEDNDHESDNDIVTFIPSEEHPDPGGQEAAGRDPEVAGVLDEASPHPERADTYFSEETDLLLAMMLQEEELALHRRVR
SFNKPIFAGVHSHEELPVYTIQEDQIVNFEENPECLICLCEYEVGQEVKILPCLHQFHSNCASKWLSESHFCPVCKISIR
TGKTQEHRAVVSRQSRNVQVMMNHHERASRTSERYTAEASRERYSTRMVNPRSSTGRNTLSLGNRSLHSTPVRRYLRSPI
EGAASANTSSNSSPAQTSRGFMKERFLQLKKFFGR*                                            
>Gthe_110614                                                                    
MEMESSQREHYSVHDDVPGVLTEAYVIEASSTGQKDLECQRSMYGWLVQGANTARDSSEIPAPSRAPSGYETDEGAKVET
IISRCPSSQCKEAEEEEVMDCIICLEGMDDMSKVSTLPCKHSFHEPCIMRWMEARGELRLSRRCPHCNQEVDEPASKPDI
SNIEAELLSAIEMESVFSICSGHYWRAFYIVFFVFFVLIIINVIFLFLS*                              
>Gthe_73314                                                                     
MHALPVPENSEVSGSDCAICQCALQGSMKKMPCSHAFHENCLFEWLQVHNTCPCCRCEIESSCPLYNRMNREKISGDVRE
EAMIPLEAVQHCEKSAV*                                                              
>Gthe_158071                                                                    
MPYNTNYTELDAQLKNETDARRGCRHYSRGCRLRAPCCNELFWCRHCHNEVKDAGCKDPLKAHQLDRFSVKFVRCSRCDL
EQTTKQFCEGCGLCFGAYYCDVCKENFFHCLNCGCCYAMQLRDNHRCIAGAMRHNCPVCLEDLFHSTSQVRVLRCGHTLH
KKCLEKLLTSKTIIHTCPLCSKTLIDHTFHWRQMDLALAQTPMPEEFANKSVGVLCNDCQTKGTTTFHVLGLKCPNPQCG
GYNTRRIDKRQGGGIPQAAWERGGGG*                                                     



>Gthe_61154                                                                     
ASEGQISRLPFERFEPATGKGSGEEATECCICLCEYDVGEKLRKLPCLHRFHSVCVDRWLLSNKMCPICKESI       
>Gthe_153536                                                                    
MPGDYFSPNAGLGACPVGWSVGAFANCPQNNNIWLVGIICAAISTFLIVILCIHFILRIRAASNRRPRLMFFQYGDQSGG
LVAREQVQRFLDTFPTFKFDENKLPPSFSASRSSEAEGQTEGQTDGQDEEDNRPTCSICLGNFFTGEDCRMLPCLHVFHK
NCIDQWLSMSQECPLCKRSVISMASEGENSTASAYLVLLQQHQQNQRQQDQNASLGQPHESQEPAGHQNEPGGHQHEQQA
RAPTATAAVPFDDSRVEGIVDQCRDEGDSEGSVDAVV*                                          
>Gthe_141168                                                                    
MAGAGGKVVPNKPTPIFRFTEFEGRAGAHVKTGYQVSVRDASRINLDAPVNVIQTYTALQSSAGSNLGLNLSVTGNILSL
AFVGNAMFSSNAAAGRIFYQPTNSIQTYSVSADATPTTAASSDMVCYSLANTLKCYILGYTVTGMSWNDVALYSPCSKVQ
CTAGNPMSLWRSVIAYSGTTPTGRRYVQVSAAKSSQGSYSISCLGGCGYSTDVMTSSDPTFGTSVALSENFLAIGCPGNN
YVRVLKASGTLVPTDPYSSFTLWTLFNTFVGSANQNFGQQLSISSTFLIVGAPGTFFSKGAITVYRVDGSTNVSKFCEIT
DSHVGSLFGFSIAQTSSSNGLTFAVIGAPGSNLAHVVALRQFPYTCEVRNTLSPDSSDFLVNDQFGYSVAINSQSIYVGS
PYYARYFNPGISGLLYIFSYCNPGSAIPPFYRDCSACPVGQTSNGGASSCITCTLPLPQHATYGAGCTTICDPGYFGSSC
LPCSQYAPAQGMTNPLKSSWVDNQPTCTWQCNAGYQRVNDDGCAQCQNDIQFNQLSNVEWIPGTCSWRCKATYFSVNQTQ
NFLDCKLCSQYKAALGQPPPANAEWLDRFNECKYVPLPGYSCQSGTCTACSNSKPQHSHWLTVNDRYSSPSQSVTITSLC
EYACDQTFFIAPTSPPTCVPCDVYMSNFSDATLPAHGLWQASTAVCTSDSWMCTAGYSRSNTSRYCCPNAVNHSVVNQSY
SPCGVSCEYGYRWSNELASCLQCNTNMTEGTFRWLLDCDFECFCNDTVCYHGKETLGACYTCQEYSQKVGLVPPLYGEYP
VYSNTCRVDDWQCKNDTFSKSLVATPPGCCLKSTPNAVANLSSPATCNLDCEPGYRWDPTRKQCFYCGIPFPRSAHMLWS
SLTCSWLCELGYMKVDGSAGRFQCVNCPTHAVSNSWQLPSLAYWVNSTTLEQQGAICSTNAWQCADGYLKNAPAKLCCQN
LSLPYSTGVGGLSTTSCDWTCNAGLFPPRLADINPACNLCGCTCEQYLQSYGFTSPCPIQYSFIGGWCDGMQITPSPAAC
SVSVQASFVLTGISLETFYLPSTVSAVLNALGGLSGISSVPSLTYSSSISTRRAAADTVYIGVTYLNVNPAVGQQYTLRV
NTDGSRAVRSALFSKGYDVQVVMKGDSSVFVSGASISCRLHRKDISGQPTAAIGVVLRNTMYGGDEMSGVQEYNVQAKLL
GVGQQQPNVSMEMYGRLRAVPQRHIVSLSCQRDKDVRVAHPLRELHDQCSVRLVLKPANSAGNGCPYDGVTLSSNCTCDK
KTCPYECQYSSCSSCVQDNFCGWCSSASKCMPGDYFAPSAGMGACPLGWNVGPYATCQQSNNIWLVGIICASTSTALIVI
LCIHFILRIRAAANRRPRTMIFQYGDQSGGVTAREQVQRFLDTFPTFKFDENKLPPSFSASRSSEAEGQTEGQTDGQDEE
DNRPTCSICLGNFFTGEDCRMLPCLHVFHKNCIDQWLSMSQECPLCKRSVISTDEDNTTAARANAFLVLQQMHSRGPEGE
QQRPTSSSSAAMRAEEGNVQGVVECR*                                                     
>Gthe_111475                                                                    
MGAASSIENSEEGILVESFRCHECDYKWNQKADLDHECPSCGGDFVERISVGLMQNRPRHLRVNEEAIEQAVAAAVAAGE
GEDRLTVQELMLNIAQFGLSADDGTRSEIQSEDPELREAIERSIAETEGNLRLPPPASQKAMATLKTKKYAGETFHRQEA
TCAVCRWTEDYKYGEELLFMPCEHVFHKACLLPWLKSTNSCPVCRMTLETDDEKYEETRVRMSKTGNK*           
>Gthe_141283                                                                    
MQSEREQSEERDSVTRATCMDPPRKNLTQVDEYNCSRGKVVVRGPGWIWGDQDGGVGHVGVILRKFYIKNPYKHEEGSDE
GVEEEDGREEELRWSAPERICLAQVRWAVEDVQTYRIGTYGENAMTLSDLCLAPDQDEEEARNLQHMYQFRTRVSKIPED
LDDLDFGDELPQPIELENILLRYFRPVPHVIAQMREVGEYLEDVTLSVSESENEMCDFCHMLISHTDNQLVWRTCEDGEE
RNSLFATRLPCGHLFHRDCIRLWLMEDAGCPAEDCTQSFDSLKYIGDDRDMQEYDNDDNGDDEFINGATLQFVFENQNLW
LRMALVIQHFQEIDNMSVTSNRLLLSHRRTSVDEESGGAGRAGRAGAGFDEGRRPPPRDKQRDSFMHKLRDVLTWVDMPQ
LEEGGWMLSEPFEMMIIGVRDRNQLIANLNAESVVVVDHLLDLVSRGQEENRRELQGKLSPHMSNSNLLAVCGRPSDEAL
RSIFACLLASEDDESVEEGGGRELRACGVGRSAGDLENFRQMVVPVLEMVLCCSDLQGLLDESKRRREDGRRKSARAGEE
EMGEKRRRCWELLREVEDKDERRKSRFIDVRVDLFKMALLAYWQLGLAMAQERVREADEEEEAHPARDEPLLPHGNGPAR
GGNLILWLMGFRWKENEEEKVPWQMVSEGMGKEMAHQAVRARGLEEEEMVVVGRRRSGGGGEETAAVREESQREDARKRA
KDIAKRNLDRVCDWVAGKIKSGMGSVEWAVLELEPYLFLYLC*                                     
>Gthe_141740                                                                    
MSDECPICMENLSDSMAVGLLACCSNSRFCADCIVKWGKERDNRCPMCRGDFFEVVCMKGTSCWTVKISRRKERKELSED
SEEDAVNNSSCCLCERMIYDCRGGMLVECDECQRDFCLDCLGLEDSTSLPEGDWFCGSCEREGTRRRGADRRAEGGQLDA
NDAAEEENNAEISQATLIGESKNREEKGGAAAGALKDESEPERVGRSTQSGLSQ*                         
>Gthe_153770                                                                    
MLGAAIGSEEPSYEELSALQERIGNVSRGVPVTTIEQNSFTFEYHPPSPTSEAGANLQRDPTLARCPVCLCELEQGDACR
RLPCLHMFHKDCVDDWLKRDRHCPVCKTDIVTGAQETRREAGDQQCSAAAMPGEPDFSPPGWGSDDEFEGLGIPGFGPRP
GRSQPGVGFSNPAAAAAAAALTNTPGGRPAFPPWINQSRPEILAAAAQSRIDAASDSAGMVRDDVTGQMRPAGAQGPVER
LAGAVEGDLWAGMTSRAGGWEAMYGGASSYYDMLHSTGPLGSLRRRGAGAPPGLDPATEMLSRASLDPGSHRPGPSPQGG
PTSSAEALLQQVTMINDA*                                                             
>Gthe_142140                                                                    
MFGEDASEMRVLPYWGRNLGNISQDHLRLSLINRDFTSNDYEALLSLDEAAGRSRGANQDRIDRLPCYTVAEGSKAPPCT
VCLDPLNVSDQARILPCLHQFHKDCIDRWLRDNSTCPVCKMDPFSV*                                 
>Gthe_153899                                                                    
MSGRPPSYGEAKRMPAAGGRVYEQYVPDDASRVVRRACEHSECPVCYEEMWKAASGVFVNPSGKRTCPHFFHLSCARQVG
EQSRGGKHCPLCRAQFQSVVEVPAVDRDPDAWFSLVDLNGDQSLSKAEIRAVLLAQLRVDPVMLDEQLGSYFRQWDFDRN
QLITKDEFLNPSQGLLAFVRENVRRQKEEAIPDIRRDKLAWFEYFDEDKTSSLEFEEVVRGLSKTFGMGSNVEKIQNLRE
NLRVIWGVFDNDGNSSIDKIEFLRPSDGLADTVVATLTHS*                                       
>Gthe_154215                                                                    



MSTWNEFTDEAIKVCVQACKHRKRTRSTSVRSSSTSAKRPKTMPEKDECSPVARSLEYAESPYFNSAFPLPEPPSNYVLE
EDEALVSEASRRIVEFNRLLRSLEEGPVYAGGLSRYFISELLRRIRASESDSAPAASAFAIHTLPTTEATGSETSIACVI
CQENLSGTLKHMPCSHGFHQDCLEKWLQQHNSCPTCRCEIESCCPRYNTFNRNKIRSVVRAEAMYDENYLTETRPQDVML
SVCNNASAQEPSVLLSNEQETHNGEDEASEEQVIARYRQSLVSVKPVMIQSRDADFLHLHRDDEFFF*            
>Gthe_164771                                                                    
MTDSREEHRNQQGLRGEGTSHPNHRPLAPVYIRSSDANSVIASLNGAVESSNDVFTGVPQEVLDRDTCRMKYADAILREL
EKQNEKQESDAKDKSESTDAQKGCPHSAGLIIPGLQIDTEEDDRLCEVCQCGYEDDEEVMVLPCQHFFHSECVGRWLSMK
TTCPKCRHELSPPAPTEQREVIITRTTTIEWMPITQWVPASTTTVEVRSEVGSDYETVTTTTTRPVMIQGPSSLPQPPNG
LNNVAPPNMNARPLPIPNSLPNVNGNLNPINPTNLQNPQSSNGFRPAPNNALNSQSSGPSSNIPVLTAAEYQRLLERANE
ALQQVQGDGSDASQSQAHQSSSAARIPVLTEEVYRRLLERANEALQQRNEDGSELPHTNTIPAGQGQTTSSIGSSSPGQS
SNPASFGVLSQDYPRLDRVPEPLPSTQVGPTQRAWTSPVASSNHPANNAHRSTSIQSNAVIPMYGSPDWSNSSISLSSSA
WHVLENMSPPTGPHPRIIASALNPNIPTVDSGSPTLQPIAAMGAIPVTPPLLPGGPILVPSMEIASSQVFTDVNPLIVLM
Q*                                                                              
>Gthe_76097                                                                     
MELNSYVLRGGSEETSCVICLENLTEGAQVTSLACAHMFHAACLKSWIRQKGWDASCPLCVTKIFANETHKKRSPDVSLR
SSSHELSFSQVHDQRIASNSGFKPCCAVFAVSDYAVWFQVLCLLS*                                  
>Gthe_154500                                                                    
MESAQHHMTEEMENDVFTDRMILVSVDAQLNRKKTHRRPVCDAVYVPCINRTREVAHGPQIQPEPIAPANSDPTAPADMG
TSRKRARSPCPRDCRPRVFRNRRGERVVTVRTEAPGTPLDPLLLQLADEPVCNGGLSRYFLLELLRKVRDSAMMPHSNPA
ASSHAIDTLTKVPAEELKEENAQTVCAICHENMEGEVRQMPCAHSFHEDCIVNWLQICNNCPCCRCEVESCCPMYNRVKR
NSIRGEVREEAMVAPEAIMKTPTPQELLVSLYAACQAHRDTARSQRQQLRKRFSF*                        
>Gthe_115148                                                                    
MGGKEVGVLVRGWGKEGGRDGATRSLVALLTKHYHEADKNTRDELYEACKRAFSLLRSRYTGAKFWQAGKKLFETLLSLM
EDEAERSKEVKGWIDMAAAEAEKSPEKEEGPPKQEAPTSQEPPRMTLHDLLQSLITEVDVADLLHSVPIGDMGGPPPASR
DARFNLDMKTVQGKDVVCAVCQEEFPVNGKAKMMPCGHPFHYDCLMEWLERKNSCPICRYSLPSERVAFDLAEDLVRARD
PTASSLYS*                                                                       
>Gthe_165317                                                                    
MEKSATGQDTAPPCRFFIQGRCNAGRACRFSHDPRYLQQKDVLGKAPCKFFQTGGCVAGDACPYAHFIVKKKKPAASKPA
PVAFIPKPTEGYAVHAKASLRSDELEGCSAYKNTLGDAEDDLTYETESFLIGITDDDETNTLEAGSSLPDGFSYAAFARR
GLNDAEIDASSIVAGSQDLLTDEDLAKRRLLREQIMASTSKECGICMETVVGKQSQFGLLEGCDHIFCLSCIREWRSVNI
LEKNVKRSCPLCRCVSFYVIPSSFFPRNQEEKDSVVASYRERLQKIPCKHFNFGAGECPFGTSCFYEHRYRDGTLQQAGM
PRLRVTEDGELAAIGKLKLSDVLGL*                                                      
>Gthe_115871                                                                    
MMPLDVYVLPGREFTPAVPQGTLPAPLGPGVSPVYVPTYVQSLQRLVCPVTPSEMAARLRAARREILGQLLITNARQACV
RTVNESGSLEDGEPEEGGEEENQVKICEICQAEYEPQESVTFLPCGHFFHSRCITRWIDTRLNALQLCSCPLCRRHVPCS
LQQEEGGNRGIEWQQESRWFMEVNPMQKNLSFDLVLLEKAFELFLS*                                 
>Gthe_154911                                                                    
MPVSTFNNDEYSDLAILISLEARKKARSIVMLKKYMRRKQMFRRHRCDRSAVAEAKQVSEPATIPPTNDLSIAEDVKPSK
DEINSKESEPLPSYQPRPYPGYLNESNVMPRTKAEGRIPPLRQLLTSLKRRPVVDGGLSEYFVGELFRRASKNYRMSRGC
PPASSYAIDSLKSDKQQDASSTCAVCQLELEGDTKNMPCGHSFHEECIVPWLQRHNTCPCCRCEVESACPRHNRRHIQRL
QGEVREEAVAPVEAVTREWPHPRQAYALIRAVAVSEAKSIDVAYYHCKQMQSSACS*                       
>Gthe_97280                                                                     
MGGGISLVTISLPSDRNSDSFTEVANVIAPQAFASHIVSHFQGSQEMVHARVHNFHPADLVRAIMLRDLERIRSSFLNGG
DSDTDSPSVYELLPRVRRMSAILEGLLPALSAFRSHMSTEGNLHKVPKEIVDSFETRTWRREHSRGKLECYICLEEYVEE
EVLRKLPCNHEFHSKCIDRWLLEVHRTCPCCR                                                
>Gthe_165685                                                                    
MVHVNSDLTFSTENENYPIGIQPYSLEAYLVNDDSSALDVTNSSVWDETTRSNQSPEQADENRNDSTDQMVAERSYGQRR
PVILARPFDHVEPSQTNISSHSHEETAVDMPANFPEGTMLPNIGRLYHFSSDLGPMLDQHELTEEEAQEAVDISLHQDKA
EAGFGGLECVICLEKMEVGDQVSTLPCKHTFHHSCIAKWLSAKLNDRLAGCCPSCNLQIVFPVWFEGQHEHVLNQIVVQR
SQNNEQLLRFRRNVCSIICVILVA                                                        
>Gthe_145766                                                                    
MALTSMPACCCCQPNLSTSVPLQAMKETVELVELPSTVIKNACSSGQRGSAPAITETSDFDSMMQHCHVQSSSTDDRNSS
NEAQGTSLFSRNKVKQKFLLFDFNLVFNTVVVGTNVAYFLCTLTQKVAPTSVGEWVSTLVILNIVFPGMVVTIDSLPGDL
GTYLLIVVVESVAWLVLADWRLRGTFQKQSECILVLLLWSICTSYVAWSIPALYMGFVGGKLDATLGVLFAMMVQGSCYY
LLELVLVEEHRRLFEGPEGSAGGQSPAEERAVLEQEALDDLTTLIPFTRGRLDHKRIALHAGRQLDESCCRRLRKESCAI
CASELIEVKKKVLLRRLDWCEHVFHRQCVDEWLLRHNSSCPLCRQRPLEEVT*                           
>Gthe_155286                                                                    
MESLVARGNVVKINRFVLIFEWTTTAVTSCLLVFYWYGILASPEEMQNSRSYKVLLVYSIIYAYLRLCYLVKTLSKTYVY
LKDGPSEREVLPGQEFIDSIAKLQPLAEKMHILCVCLITHNVFPFRPCVPMTFWAVCTSLHIASLIFVTLCILLLVVSTC
MVAFIIVTERRRNRNEDASTHYRFLPLVDPIRNRIIANLPITQQAPPDGEPCAICFEIDTETDWRLLPCGHRFHPSCIDD
WLKKRLSSCPICRRDPVEGNRNVEAGKGWRKMRLLLPAAGKKIMGERRRMSETVWLQTWS                    
>Gthe_79421                                                                     



VCAICQLALCEGTKEMPCEHCFHEQCITNWLQIHNTCPCCRCEVESCNPRYNRLNHHQMKGEVREEAMMKAEGVGKQWVE
VCNIRELMNTVSESGARCFMTDATGTRRLAWGTEYYDADFRPLF*                                   
>Gthe_146239                                                                    
MPLAAARLLPLLLPLLLPLLLLLHLRSLPLHRGAPSRQPWREGVRQIQLQWDSVTQGNFTDQTRPPMPEDPARLVAMASQ
FLNLHFPNISSLLPSINSSSFVPLNASGPRIGLNLAPAIPPGIGMTLHQSSHNCRVLDEPHLPDSVWVCQYENQGQSMLQ
FVAIHRFNQRIAFDVPGTLDDARAAVSPSLLRIHDTLFTGLVRKAKSEAVDSLPVLHWPEAPRPNESSPLVNQSAPPLLN
QSDPQCAICCEQQEDGQLVAWLPCGHNFHDECLKPWLERASTCPSCRILLLIHIFVLLLFYSSPPCPPPSLLFLDHHLRL
LVLQLAYLAGSSSQGHRPRRFTLPAELHPLESEQADEGLPPEGDIFQNDLLGSMMGMDGTRPHVHFHRCNHTLCNACFSI
FRRTCTQVSISRSIEESIVRTQESPATSNVANGTQEVGEAEAAQGSGVGGQELLQQLALGQLQPQQCEDETRTGREVGGS
QGSGEQDQQELAAASTVSTDQTDRPQAVEAGMKNVSAEQEAAGNENIPLPLPPLPLRSPRDLRARRVLLRAINDYLAQLA
DEDEDPAIRIASYALKQRKEEGEEDDAEPIPLEAMLELSRSAQERGEALKEDGNEELRRGRLREAKDLYLRALAACPSGP
TARSYLVNLAIVCSRLGEWEDALRHVERALEAHEGYVKAEVLRCRVLMNLWRVEEAARASQRFLDRLSGTGREEEGTSMR
ELQRKIRFHQVLNSRGFTVDLSKSPAVLRGFDSMSACVVMFNAAYGSAWKFFMGGKSSLTFNFTLSFLPPRGLWLHVRHL
AAAGGEEGIEEPKAMLDVRVNERYVKHLHTLKPSHHFEEESWKIPSSMLKRGANSLFMRYLDGSTHHYWINHLLLSPSSL
PPRPT*                                                                          
>Gthe_79449                                                                     
MRSFPVQLIHRAKARKDKCHICQCEYETTDKILTLPCKHFFHPDCIKGWFKENRTCPVCRFEVEK*              
>Gthe_118158                                                                    
MPSPQDCEGQTAKDSGGDEALRELGYANLVGDMGQTARRQLGDGQVEKKQEKLSVVCLEDLEVEETKRVIRSCCHCFCED
CVMKLLQLSSGGDAVCPLCRGKFSKGDVFSVEQTREAQQSLARNASGEDEDGERQTDRVQAEEEEREEEEQRLNPKIEAL
LVDEQEAQQADKTVKSVVSSSFLSCLDEIESAMIAAGIPVFRIDDTTSILQRRRLIQDLHSHPQGALLLPSSKVTTLPTS
*                                                                               
>Gthe_155451                                                                    
MQGQGQAQGQQQHQHQHQQHQQQHQHQHQPASMNLLRRIYGAQSESAAQQGADLMESGRLHETSSSRMEAHAHHNVRDRF
QERLAELVPMDWIMNTQREIERLQPRSSPGDGGSGSQPMASQTSSAGDLIMTEVRITGNGSPSDANMELPLLQESRQADL
ERGSDDFGLPRAANESTSNGSPRVDMYPAIHSFARWLESAFPFTLLLICVFIYEHSRGILVFLWLSIFLSQANEIMRKQV
SLKENRNLHVLSFLVWFIVVQAYAVYFLFGTESLWRNFVFLSFSFDQKEVLGFFDLLWIVTLDDLLARHAGMLIKAISLM
VVGGSVQHQRTSQLMNVEECLVSLYRDLIPIPIWLQFLTHWPTGLYLPGVVRGCYLTLKLTSVVDKIQCLRSAIQAFIFH
QTPYGRYVRADELTGDPQEDICTICHDPLSSPVRVRCGHIFCEECVHQWLQRERTCPLCRSIVRNARQRLRTDGSTSILP
VIF*                                                                            
>Gthe_119546                                                                    
METLRTLGLRTTLYDYQLRGINWMLSRECRQDGEGGENATLSTCTNASLNKEDCYLIDSDGNRNNLHSQLKPDNVSNRSS
TNEFVYSALWKKVTGYGGISHYESVIAKVRRTSRPEPIFGGILADDMGLGKTIQVLSLILSNDPDRALRADKAESGCKRA
KTLIVCPVSVLTSWDSQIERHIEDGKMTKMILHSKYLQRNCNVSSRSLSDYDVVLTSYETLRNLYQRWLFNRNATHAKKD
GRRSSKQDIIGNQNIDIFDMRWWRVILDEAHWIKNRKTRSHRACLQLTAINRWCLTATPLQNDVDDIQSLLQFLRVEPLD
KLLKTQGSLGITRLRVVMQAFCLRRSKALLASSLPPLSIQTHTVRLHGHHLHMYNLLFESASSVFFALDEHGGTAVMRRY
SSVLECILRLRQTCCSSRGVSQQRMERARYVLSYMERKKAQQAGDEENATKLLTREEADKMLEKLSGKEETMECVVCLDD
LDEETKRVIRSCCHCFCEDCVMKLLELSSGGDAVCPLCRGKFSKGDVFSVEQTREAQQNLARNASDEDEDGERQTDRVQA
EEEEREEEEQRLHPKIHALLLDVQEALQADKTVKSVVFSNFLSCLDEIESAMIAAGIPIFRIDGKTSILQRRRLIQDFDT
YPQGALLLLSTKVGGVGLSLTMASRAYMMEPWWNAAVDEQAMHRLHRIGQTRPVTIIRYMCQGTIEQKIMEMQEKKDWLG
KAAMMRMEADELLEMRLRLFRTLFLR*                                                     
>Gthe_156285                                                                    
MGSAPSFVLCSSSNSSISHPSPPSQSLYCHHCRGVISSGPSAFLAGQGRFGVNGAGVAECPRCRGNFVEVLTEHERRRIQ
INSPLRQVRVAATNIMPGRRVTANDIVYTFFLFDSDINREFMRDSDLEAAISQSLDEAAGSPQKSTSKKFLEGIQKAGDT
VAASDIVRQEVCPICEETLKDGEGILRLPCSHVFHDDCICPWLKHHNTCPICRNELPAECDDLDCKSQRTSSNLTETSIS
MQVAAAAARINFAQLLQQ                                                              
>Gthe_91104                                                                     
MISVRTYCLFSILATVACITHAVQVRKQFYPIVVHLGTNKLCVTVMGNMVFVAALIFAQFVRKIFLGSLRPTEELRLYEK
IWFAVTETCLALTIFREELKFRFVFLFTVLLFVKVFHWLSQFRVEHFHTELAVSTLTHIRILMLMGILFTTDCFFFVWQA
KTLLLEGPSFLILFAFEYVILASTITTTFLKYMLYVIDMRRHGRWSNKAVYSFYLNLISDLFQLFVYLIFFSIVLSFYGI
PLHIVRDLYNTFGNFKKRIADFIRYRRVIVNMNTRFPNATAEELSRMDHTCIICREEMQPPHAKKLPCGHIFHFDCLRSW
LEEHSQCPTCRMQVEIDNAQPVPAQAEEAAGEREVQNQRQEQVRESERRRC*                            
>Gthe_149165                                                                    
MSTPVSALAQASTLAQVSLPANDFVADMPLRPPSSISTPESSFTGLPSTPCPSSASRNSKRPFTEAALEECLTCPICLER
YSMEGNRQPKILSNCPHTVCLSCIQECKKPECPLCRKPCRTRDYTRLSNNPTVMKLLNSKASEAGALEGGDGNDVSNHEQ
EEPDEESMFFKPNSSLAELYQAFQKFREESQEIDIRWKNNDISEEEATIQLQGAQERLQLVKKSFAKARRKSILSTKKAC
KSVKSEDSGSLKTSDVHLTSSTLHSNQQNMSPCYSEIEPDGMNEVSSLNSAAFPSKYAPKISDMNAYIYKLKDDMICLAE
SIPYSAVHTKKPGTWNSLNNCVTAALDIQTLRTNLRWILKQIRTEFLMKDWIQGRQESWVSQCETCRSLKQLESLIDELK
SLAIDWDKANGTVKPSTSSTWKEQDDSSTQSKPPEPEVKKKEDPVKTEFEPPKNPRGVPINNHKIRMQGLPAGWQGSLAR
GKDRYLYTFTSPDGLTMTAPSDILKWCEQFQGMEADKQRNAFVKSIREAKKAFRRKYSTLKLCRARRARANTGDRPLPAQ
PQDPAQDGESVRSETQEEEDESCRAKGSEEGSDKKKAKLKRQLLNRRLRRKWLREGMINRDNEELPEGCQWYVANENETI
TGISRRYKLDPEVLVSLNRHRLMELKKKSRFYVGTKLLLPDWVVVDRRVKGKSVGKAGREESERRQAGSELG*       



>Ngru_XP_002683399                                                              
MSFFMESCVHVFCEECLRKYFLSFGDETDDSLDFDELSILCPANGCCQTVPSQLISSVLSEKEYSKLLDMELRRALKNAD
TGNTFITCPNSSCKNIVERIHMKREEIISELESQKRPIKEDDIHKEEFRFRCRVCSLEFCSKCLKSPYHEGFTCDTFLEY
LSSKRCRYCDSSIDINCNGDICENEECKQKALNSCNHKHTCGHHCCGIKDEFEHLPCLNCSSRDTCQSGDDYCNICWISS
LNHAPCIQLNCGHIFHFECIKKKLEKKWHGARVSFSFEKCPLCNTSIHHPALKDETTQVRALKSIIEKKSLVKLEQEGLL
KIEEITSPSGKYYNKPLEYAMNSFSFYMCHECKSPYYGGKIQCGEQNEDDNFNPEELVCGSCCAKKVRQEGVCEVHGAEF
ISYKCKFCW                                                                       
>Ngru_XP_002682890                                                              
LGCSHYPHNCMIQSPCCKEFYWCRLCHDAEAFQKCKCKVEQMDRYSVERIKCMRCQLEQSSDNVICENPNCNTQFGEFYS
CTICHIYSNDKNRSIYHCEGCKICRIGKREQFIHCYTCGACMAPSHKCIPNSMHSNCPVCLENLFSSTSSVHLLKCGHPM
HSSCFKSMLKNRVYNCPLCQKYMVDIDTELMDREIQNSPMPQEFRKKVNILCNECLNKGEADFHVFGMKCSNCASYNTKQ
I                                                                               
>Ngru_XP_002682560                                                              
MSSNNGGVADPVHPYRGVRVQLTESDDEQDNNNHTQEDEYQSFVANNNNNNSSRFQSLRQFFSWNRSSNNNSNNIDTPTP
AINDTPEQATETRSPFPFSNLNPNLRRRIVVLMVISILFIIIIAIHFILVAAFVKPSSSSSDSGQENSSDTSNANSFRTV
LLYTLTIPNAILFSCIAFCCTCLWGKRLLALCLNHNRSTLIRNLKYYMLKYGLARYEGEHDDWEGEEISERNQRLLELLQ
SRGMDVNSLRLMMIDRDFNANDYDTLLQLDGHHAEPRGVSENTLSRLTVYRIPPLSAVEHSNDDSELYTGVPTNGANSSA
NNEQDSSVPYCSENLGRSLLEESCCICLSKYESGDVVCTLPTCLHKYHRDCVFQALRMRNQCPICKTAI           
>Ngru_XP_002681715                                                              
MKYIPQNYLNVNLYRVYYDDNVSGNTLEDHRKMLLNNGGNGGTIDHSQQTSFILPDLVVNNSEITRQWKILNLKLFYQFF
ERAKNDCHVHQLITKEQSKKFERNDQENKRITISLSSTVLDPNLPEKVAQELASPTTQVDHTDSTFDENLCCICLDAPIS
ITTGCCNAQFCERCLTDWNKKNTTCPMCRKPLDVNNREEQSDAWVTIQKEDFILPREEVANQFIRFVSIKLNHTILW   
>Ngru_XP_002681597                                                              
MPPRRRIATKRRFLEHTTPQSLDINSDNDENEESQIIGSSSSGNNNNTIRENSYDHFATLNNNNIIGSSSLQPVRKHRRI
SNSTPSLSAPVAASSSSSIPHRTPAIPSPFILPPTTIQNNNSNNDENVIVIEDDADEFRRHGRNQDDAIVLNSDDEQNEV
QIVGTNHINSDSDDDDDDTDISEEQDDGDDATIFRHFNLGRNPFLLLPQFPSRFSGFLMNALQRMHNRNTTPEPPRNKAD
IKKVKYNPTDGSEPVECTICLEKLKKNVMVYKTGCDHMFHIKCLDGWLKSAVRPSCPNCRADLHK               
>Ngru_XP_002681484                                                              
MASQQDLVMQQHQQLHNQHEQHPAAPAGFFLFVVVMVIVLQLVVQLWKKYHRHSYVMTSFFLMWLFPAIYCIFIGGLTHF
SRMMIVWLVYSLFTVYLGYISLRRALAPNTPKKVYVWFFSVYKISHFSVLFGTVMLVLQILFGFHTLIIKYLLMDSDFGR
FIFPSAEIWIFYGLYFGVLVRDCGEICSTAISASLEADRNKFYVSPSQLHHVCGICNQELKNDTNLDFEGGGSAADFESS
SDQPFTRRITGDAAQESKRKTIQETKVLSCQHKFHEFCLYGWLILGKKDSCPICKEVVNTKQEDLLQVSLSEIIIGN   
>Ngru_XP_002680979                                                              
MKASLLFLLALTATLMISEFIVCDVNFGAGKRNGETFKTIQVTDKLLELELIPDKDGDIFTLQRKDLLDICSTVITMEFK
DKSSTDLPSSINNLVATSRTNDIPSSGSYKMLVPKGMKYTGTVHVAAGGKLKIKTSEGNFFTFEVGLLSLLGQDKPVSLV
APSNIDELFTITLTSETSKCYLDGYLESTTSSDTPSRNVKEATPPDATGIAIGVIIGIIACCCLSCIAIAALVIYTTKRG
NKGGPSGGITVVTTGATGTTVVNEMNSISNKKKTNKTIMINGFSNKDDQNIIEVAELVTLKMSKSSEEILFEDFNDQTNC
STYSSLSNNSNSTNTSEWGDVMDLEEELFNASEDFEYQVIKFEYPFNAEYEDIFNNQLEELIDEDEEGFEEAEEEEYNNN
LYEEYFEEYEYNHCLGGMKFKHLANMKKVKQKFKRMRINPKRRIHHRELKKQQEEVIEKREKVSSKIYTPPPIRYADNNY
SNNNNNRHHQHGSNSDEEAQLQQAISHSLTDHHVNDYARECGIEYNLLLALTQRELTAEDYDLLLQLDNTVKKKTVSENI
LDSLPCCTLNHFGEVCQSDMPQITEGDMCITCMCDFEEGDEVRWITKCAHIFHKNCIDNWLNNHSTCCPICRVEVNS   
>Ngru_XP_002678940                                                              
MGISISIRLIFHAYNLSKQDEEGNSEWESRDVYIFYLEIISELLQSLVYLSFFLLIMTKFGLPFHLLRNIYITLSNVKKK
ILDLYNYRRASLTLDQKFENATQNDLDEFDGVCVICREDMITNTLQNPIKKLPCKHLFHSKCLRGCLERSQECPICGRSI
DLLLKEQEDQLKLQQQLQLNNLNNLNNNNGNVGHHHHHTPTSTSNTTTTTTTSTTINNINNTSSSTVDNNITNLFTSQQE
ILNQMNINLIQQQQQQQPLNLFNSTTTINDNQLIETNEKLQQVMIDMYIRYLESMKDNINQTLEQLKQLNDFNQSNNNNQ
>Ngru_XP_002678600                                                              
MFHQFNRHQQPRNDQQQQQQFNPLDGIDCIVCQQLIFDLSERDEEIRLIKEEKQLEIERLRREIQTLQEENARLSNENKK
LKERSKKQKEVIRDATVQPPQQFLFGQQTQPQPQTQISPQQKFVYRPPTQPGSESVSVYSSTDPIRPTSLFSNTTTTPEK
RNNLNLASKSVLLKQDTYLENSPPRVVPIKKKTEKKQEISREIDPLEYGNRDQFNQVLQNQRNVFRPALVNQTPIEQQLY
IPVQQSVTRQPRLPPQSRQPKLPIVQERQNLNHSIHDDEEYARKLQEELFLEDANPPPLNHHHNLFPLQHHHQNHHHANQ
LILQPFTNQHEEPRQDNFDSYEHNLEAFEDVVVPLKREIWNKLPTSRLIEGEECPICQTDVCRGQWSTTLPCEHFFHSEC
IGKWFERKHTCPVCRHDLQ                                                             
>Ngru_XP_002677748                                                              
MGKNTEQRKPKSQKGAISASQAANVLSSKSGSSSSGGLLGSSLMEAFSKKSSLGSSSLDSSSSSSSSSSLDPTVQSYLKH
LNKRDPTTRCKALQSLTQYISEQQPEDQTNTCKNILEHFEEVFKKIAVIDLDRKVRLNLFILWKLIVQNVGKKLGFHIKK
IMPYWLMEMVGIDDRDVSKAAIAAFHQGFPPEKRDAAILYCDNEIMNNLFENFNQTVESLSLNETEQQSITKEEAEERYS
RFITSSILMLNKMIDLTTQQQQQTSQPATGESYKKIFGSKNFWKFLGIKSYTNIREAMSRLTITLLKNDLLKKDDPEVVE
HIVPFVAPIFIGCFNQQPLERTTLDSLILFLQKFAPECWAHVNVWKQTFPRFFSFLKDPSNPSINYPIVLPFISMLNTSI
YGADKSIKFVSDLFENMWIGFEKYCSSNNPNVNSATNRQAIKADRDAIIDSICNCIIYIALQTEKYCTEEQKPEILKITR
STLEKITIYYLTNSNTVNYGKYLSAAITKIQSKPELAEYMNQFWSEITNFTLNNINKIDVVSIEIFISRCVKEKLEHVFK
LAHELFDKCMMIGQIDVASAVAFSYPTVLKSTLFEDTLKTLWQTSQFNEHVQQIVGLYFTQFQDQFEKFEKVLEEEIKEG



RAQVPIFPLLRSLYSEEETFSKTSVSLEKSLLARRDLDSIEYLITHKLYSSKEDLRRLLTDIISNGDDLQERAVEFIIST
PSEYSIDKSVLFALFKGAHYGTLAQLISDKPKQQEDDEEEEQDHDEEEVYTNVITSEMKSELLNDITIYLKDIITQDSKI
TNDIILDQFLKLVELSGSNTLADSVLLNYENDSVWSFIRNQCASNLKPIVIGNQVIWNSTKDTNVSELEKSVIKYSRLVC
VVLSYVEAIHKNQMEIREQKWEWLVREVLHSFYFEFLFNDFTKNLINKFLAHVNSTEGLNLEFCEYLAHRHELELLKIYI
SMNSDKVSGLDCSKLLFKTEDVNDVISDKNKSNTFYELVQSLFDNDTDLRGLTISNEKVTEWLLGCISISSTLDNLSESS
YDHLNLIKVQAALSIVYCKQFVNTLEDEEEITIDSIIDFAKEFYEQIKQSNSSTELNQISIIVANLLISVYGTNDTVKIE
DNTFVEQFITSNLQELTNNLENNFELLDKIIHLSACVAKHKKNIMIVEKLIHTFLLLNRESLNLSNQYPTVMERLISRSS
KYLKPLQLYQNYSEIKLESNYIKEILEIIENSQIANAKIVATDLLLLTNYHQDGEKVLKLMENMKKHVPEQFNNILQESA
VRNKHMTQFVQLYSEYSNDNNNELPYLLSWYYILCLIETDAISQDQNDNSFDLFTKLKESQAYAPILSLLTCFLYSGEDA
MFSMEFREFGDDLMYKFSKVLPLFVRMWFNNCNDTVTIDWIQKRFSDSYSPAIIRDEISKIKKSDALSKSLGAKISMGNQ
IIAKYEQDEVVLKLTIKIPDLYPLKPLQIESNEHSAVDENKYRKWILKMTTMLFSQVTSNGVSDVLVLWKENLDKHFQGV
EPCPICYSVVSGRDHQIPKVECKICHNKFHGACIYRWFSTSGNQTCPMCRSIGQFVSNHK                    
>Ngru_XP_002677641                                                              
CGEHCDQSCAVCICDFEECDELIRLPCGHVFHKDCVSTWLNEHNTCPTCRYELPTEDI                      
>Ngru_XP_002676562                                                              
MTTPLYKCYGCDRQMNAITNNEGNLACAFCGSEFVEEIELPTETVTTNTSPIHSPSPQASNIVDLTNLDDDDIFSRAFST
AVTTPEQNQSTRSSSSTTTTTTRSRTSSSGTPTVHSQTISITIGPNGTTRRTITNATPFNPFGFGGDNNNRVDPLTSLFG
GFGGDNNRDPISSIFDALNNASQNVGSNTNQQGTFPRISFGPTMDFSNFMRHIRQPFGNGTTWGDYVFSDNLDDIITRMM
EATVGQGGTPPASQDVISKLKHRKAQECDCKDCAVCQDQIKAEEEITELPCGHLYHSGCVTPWLERHANCPICRAEIGND
GSALPPHSHQQQQQQQNNPHNH                                                          
>Ngru_XP_002675694                                                              
MDGLIGRDLITIEVEMLRALYPEEEGLLKVDNYLDSEDYNEGKPLKLFITISPSTGLDDATQFVSLQICFNISNLDEYPS
CLLKEVSSNRKGSSEDQNYFISIPWRRGLSEVQCNYMLSYLYKKAQQLISESEDFSCSPPVYNLLEEAREYLNNENARQL
EVSRCSVCLDGFSGSEAFIKLPCYHIFHTNCLKTWFYHKCRDRYDRYLVLMDRDDRGVTSGGEETPTQPENEPLSGSDSP
IVFDASWKENILNHDSIFTCPICLVTIPVTVVEQQLEVKKDDIINQYKKEKKKEDLERKKELKRLLALQEQQKPQPPPQP
KPVPVINKEIPKKKKEQKGGWNGKSELYGVEIEGLTYSNNSNNIGVKQKEKVFTDLKEVARVRMTNMGTTTGRGPRKITL
LAEFVSLELAEKFQREFNNKSIYDETVTCSLAAIQPTTASIEKSKPASSSSSTSNSNEKTKNQEK               
>Ngru_XP_002674707                                                              
MQNNNVITLSDGEDEDDEVVSISNPNTSPNNIGNAPLMRMNNGGALIQNNNNNINRNVFIPPPSLVPSSSVMVGSSSSSV
LPANENIGGGDEGGDENDDDVLIDEPEDDEDKDNICLICQDEWKTESNHPHKVVALNCGHIFGHSCISQWLQTKRICPVC
KRPAEESDLRPIFIQSSANRFAIEKIQKISDREKQHLRRKLRQERKKRRMFESRMLKLREKIKRYISSSSNPKTNVNTDV
QISQNPKQFLKEIYTEIDSCPFELKLIDTENMEFQPEDPDVVIQSSNQNSCFGQYKVMRNDYSHRLFKFLDDPGQIAFDT
PRNALSIYSSIANLYIDIPLFGRSSSASPSSPIDVIDLNYSSKTNLIYASLENNDIKIVDGRTRNSVVFDMRLSSRANCI
CINEKYENYFICGTETGNITVLDIRLPRCIAFDYQVPHSGITTHANSVVSIDCIPSSDTILYSTLSGNYQAKLNFESNDV
IADIGDTSTIQPDSVQDISFPFIPKSLKPFNMKYDSYSKRTLFSYSTFGNPQRTIDHLILKETNNAFPVTDDMIKIEEKD
DLSSPLQFTSFERCMYFNDLSI                                                          
>Ngru_XP_002674479                                                              
MNFNQQQEHCNSPNDGNNNQAYHGGYSSTSSPNNNSTSTNQQDQQQQQQHSPTTNCSYSTSSTNQQQHHQHSVNPHQHYN
NNHDTIVSHDSCLSQHENNAKIQQHNNNSGQEEEKQVLNSNNELFFFVMTPEEMKQFMERVNGFVRERKPHQALSLLANK
AKNFQTHLEDLMGQQDQLLQKTRESKLKFQFFDDIKNFQQTFYHDQERLRQINDTIYAVRSQLISVLLKKVEMLLPMQLE
QEAERDLKTIFQNDPQNDTANRYVAQLEKQIQDKMYREEQERLAKLQQQEEEPTLDQDVTERKRTNTVYDFSEDCEELEC
PLCYRVFYEPVTLSCGHTFDRSCICRVHDYSDKCPLCRQTIHVVPYDYPITVVINELCQKYCKAQYEERKKEMEEEVGTR
QLNVNHIPIFVLDFVLYPHTVLPLHIFEPRYRLMMRRCMSGSKCFGLVCCGPNRNGDIAKYGCIAKITSFKMLPDGRSII
ETVGTERFKILEKWDTDGYICAKVQILKDKTENEISVIENSQRNRDTISAVVSSSSNNSTTNNGNNGQQQQSETLNSGAS
SNIPLTSFASLAELQTNVWRQAERLSLQQLHDQLYMMVETFMMEVGDETKQAILQKIGPFPKENEPEKLSFWVSAMLPLT
TQLKLDLLSITNTKERLRVLLSICRQIAQSQQTGCSVQ                                          
>Ngru_XP_002674342                                                              
MSFYHNDHDVDTEQDDHNHLTGDEVIWRIIQNDQENMHDHQSGGKPPASKTFMRNMEVIWFDPEDAEDAQYKDESCPICG
EEYKKGDQCHKLEDCNHFFHIKCLKLWFEKHNTCPMCRKDVLTDDPEYEEQKLDPSRLKDNIHSMYM             
>Ngru_XP_002674044                                                              
MMNLHFIRRGLSPHQNQQHTSGSASNSQQSNNSKQTPNNSMSNTSNMNYSTNQHSNSSSSSCRKRTLEYSIDLDDLPSPP
SLFSSASLIATMNAVTMMNTNETLKQSSPEDDQKASIENVIMSDDPNEEQQQEEEEIIISQTDDEPILKTQFPPFSIVTS
LKKNDSLGDSESEDDGEYEDSNDEDELREFSIKQVEQSTKKRKLNIVNKEDNRKSEQLEDNSKPIMLLTQLPPMSTCEAK
QEDITVVVEHPIDEEEFLNNATVPQENEMIKSLEDNIIEELAFTPDQENNIENLSQIPKLENNRQLEEDFDIHVDLHELD
YEFSNNTEPAQKPEESIQAKKVLVDISVQTDNSLLPKPVQIVNSDPNNICSICLSAWSSTGLHQVCCLSCGHLFGKNCIE
KWLKKNSTCPKCKKSADRSHIRLLYVDNIHAIDTQKVEDLESRLEAEVKARKELEVIKNGLELRIKMLLEQKGGENFAEN
PSSSPPNNKGVQHRSSSESDTNKRKSLIQRSLELAERKKKEFDLMNSEEEEVTRNIVCYNGKSKNQQSRKKNTYLYGSNG
ANKLLFNTPLENSGLIEISNNQVFISFERRDKMCGFYVAGLERLMSNPSIINQARKVMHNSPISDIKPLYLLSPNNSKGY
SIEYMQSNLILTSSQDKSMRITDLRQGTADSICFFPYLSTNREGLSTSITCCEWNRTNSNYCFAGLSSGSILCYDTRKPS
EPFLNTGDHSCSPHTMFHIPNKGLVVGSNNSITYYDENQYGYTKGHNLFNKEVSSFYFNTSNDTLLFTCRESSKSSQLHI
FTLESNQHVNCLESISINHKGPKLGRPYVSDNGQNFLSTIAVPKPDDFSVEIWKSQTDQDYSFKGDIKLQSSTEIIQSCA
LSFNNLFVVTKDNLSAYLV                                                             



>Ngru_XP_002673800                                                              
MSSHHDEANNHELQENRSVNGALGDDMTHHHDPVLSSSTDGGDEHHSSLLGNDSLNNRVVDDDNPVQPNVLTTNNNNQNL
NVSRNDFLMQSLGGQNLSSLLAQFQNNQTNQNNSNNQGGDATQNNNTNTQPTTGRRLEINFRDLAFFAFRILPLVVLPLA
LLMYWHYTGVLISIWVIITTISSDVKLKEQVSLKTARKIFILLLNGFILAVSIGVMFLFFSQYQIWNFMAYSTTIIDEKD
VLVTFLDCLFFVFVVDTIVKFTGMLLKHLIVVILPSFVKPIQVGRILAIVEVFTQLYRISLPPNIWVRYLLGSYNQIFAI
IVLVIYGIFKVGGAISLVFDLIITCKNLFSPTCPFGRPVSASELTELGEAECSICLQPFNRPVKLGCNHIYCEQCITEWA
SSGNQTATQCPVCRTAISGVPSSSKFEKGGTALFCVM                                           
>Ngru_XP_002672345                                                              
MIGKLLMKKQSRTNLLDNSSSPSSNTVIHSNPSSPSLDLHSNSFHHHQQEAATFVNLVVDQSKDSSSLEKQKRIEKLKIQ
YPKLFEEVFEEEDEADICPICLELYTRDNPQILCKCSHGFHFQCSEEWKQRSNECPVCFRKLIYMYEDEELPPVEKNRNE
KKQNPTIMMREPLYYSEDRPRRGFFGTILSKYVIIVSD                                          
>Ngru_XP_002672280                                                              
MSLVSGNTTKKQTSLPFSNTSTSSTNKPYLQNEKLWTAVAFQQEFTESLNNHGLLGKKKKFEQDPTKRKPTLSQKMGLKE
PPPKKLTDSQWNNVERNLVTNRLSHLEDGCPICFESFAFNDIVCITNCGHVYHQNCLQSFERCNIWRKRSCPMCRLEDYQ
RKETKLHLSLLKNTCALMVQSLCRGNVMRKIYRRLYFAKYPDRHEKYCVSKLSSINERLESRVIQDEKNVDDFLKRIDEQ
VKQSLLILNMQEDQWNKVESKALGREEKDEECPICLCAFKGRKCTITSCGHIFHEKCLSSFEKFIESKNQKCPVCRQIYV
KKPISFDE                                                                        
>Ngru_XP_002671827                                                              
MIRKSDYPLENLKSPSDNHPLIFPIFDKKRNSYHSKGFWRTIEGFYPVYNEQPKRVSNSEKKTSTTLKLFTALQKENGLA
DAVGNYLNKGLDIESMVNPNELITRTDYLPEDKSKLFYTNVHVAGSLKMNLVFKKTILRDYYFVYGTVAMRNGKYFLERE
NLLFLEGVYSLFTNQFHFILKPKKYLFYRMPDYLDKELLNQTVFNGDAGAELAYHSYVDHYIEELQEMGMDYDSYSYYSS
AYHSQQDSVNFEKSKRESCVFKGLGIGKANIHDQKLKNFVESFETNDFNEILEWSLSGIVTGINCNHTLMFSQTFHDNSE
FTHEVKIFLRISTLLSIFLIFGMLRQIKSTATRSAAQRISILFVGFTFTLSFLFFSGSLIFLFNFYSVFSISLALSFMSF
LYLTCSIQYVLYIWKSHYPNHYENVVRASVFFFFWGFLMTVLFGGYYLSHVYPHLLRYILFIGFSFIVPQIISNFVYNTR
KSVDLVYLTSLVVFFSFLVLYFGTRPENFLEFKTNYTYCFLILSYMYIQYGIFLAQNLIDPRLNILSTHLFGFMLPPKYN
YHRPIPESMLEEGECKCVICMSEIEIPENDTTSDALLVEVNNNSTLTNRKKKAENYSSKDFMVTPCNHVFHTVCLEKWKE
YKLECPLCKKDLPMN                                                                 
>Ngru_XP_002671541                                                              
MSNTLTITEPVVYNSKQLNVLREIVLKLKKEDPSQTNIDFGDKEQVSKMLKNYSKECHCPICLEGVLEEGGNRILACKHF
IHDNCLDQLTEIHGKNTKCPICVQPVFPKKENNKKQEQKLGTVFFTSSFFLITGTCIAYIVNTLNQPNLVTEIVNSSTSS
QIVESCANLSLDIDYKSFTDCIKLDGFSGNCYSTFL                                            
>Ngru_XP_002671025                                                              
MLSTNKTNSSSSSSSSDKKKKKNKKKEAVQSSSASASSSSSTTTTQTLDINALSQSTKEELIENYYEPKHIFFSSGNPNV
ELITGIIKLYKHGTPRSFTNAVNENIQGDDFNTVPRSAEKRPMASNLLNVVDSVNNSAISEEGPSEDELFGLMSGMEQDE
LPEERSRLVSILAVPSFISIADFFEFIACFECNIEKTRILRDESPNKYMVLLQFDEQRNADSFFVQYNGRPFNSLDPEHC
KIVFVKSVEFTSRPDMMGSHLDIQSSKDMFIVGSCNDPQLHTGSNATSPNTNTETQCTEPECKDHGHSEDEKRYELPTCP
VCLDRLDSGASGIITTVCNHQFHCNCLTKWGDGNCPVCRYTEQITTELKCGECGCESNLWICLTCGVVGCGRYEKGHAME
HFLQTNHTYAMEHNSQRVWDYTGDGYVHRLVAGNTEGKLIEISHPNQKEAMREATELLEAQYNSKLDSFLNEYNQLLSQQ
LTSQRVYFENKLAGLEKDKDKQIESLINELQTYRQNTQKMTNKVQKTQKKAEKEKEETEFLKELNKTLINNQKQYEIKIE
KSEENYKKLLEKKDAKIRDLEEQVQDMMSHFSTQDQIEKNPEMKNATIRAIGGQSSSGSSSDKPKKKKK           
>Ngru_XP_002670880                                                              
MMEDVLNPQKEKHLDLIILLSIIFFVDLAMILFATVYVIGFYNNDYSYYLLFIYENVTLLLENARLFAKYGGFVCEIFDL
INKDSNNNQQKPSSFAKKLLTLIFNTETIYVTQFVLEILLLLIAIAHYMHVWYNNGLQFAVIDVLLFALINNSFNEFRIQ
AKRLLEYKKITLLLKDHFPIPIHEEITHQELCSICHENFSHQELKDCRKLECGHIFHLTCISQWMRSGSFTCPFCRRQLL
QPIGGDANSDTESTTSSIHGGSIHSNTETANQLTDMQQAVTNGSGDGHVDNPPPPIHTTILSTSGGWLPFSLQIQETTSD
IDTSDDEEGEHDAVNVDQQSDK                                                          
>Ngru_XP_002668434                                                              
MLLALDDNVEKASKKTAASVVGKLPIVHIEEKECTCSICLEDLEVGSFASEIPFCNHKFHTECIEKWLKDYGHTCPVCKQ
EVTEIDFNHAKIIKEEVNNKRKGFSNKNVTESRFKKKKVE                                        
>Tvag_XP_001583063                                                              
MNFENIINVFNPYLTSSLIKYAVRPTTIWTLRSDSTLFVFKRSNLKTFSKFPFDGPDPSLAKISVDALGEKCVIFWDRPP
ILFFSLATGEFSIIQDIKTSFYPSAACWMPTTNGSSDILFGSITGEILSISSDENHEVKSLYTMPNGQLIRELHSHVNGD
MKMIFVNIEEQILTFYGTSDIEQIFQKGPSNKVIVLFGTEQQNPNSKRIILDTYEGSIRLSVLHMLGVMSYVAQMDGNRL
INYDQKVSEFDITNVVAIETCQWGFLVVFDKNILFFYESKPKASLPISNVRHISCDNIGLVLFTDEEIITISTKSFLHYI
VHDAVKHKLFDYALYLSQNDSIRFYVLKKQIEKMFPEKVGKYLISLKWSINDIVKAVGLDSTATLAYLTEYIVNLPKTMK
KQRFAMINWAFQLHSKFYPQMEQQFIKFLQDYGQEMPKEEIYHVLDEINFQNGIIEFAKVINDEQKIINQIIAYKDINDV
LNYLASINNSKLISLTLQRLIETRKKEVIDFLNNNYLKIVTEDQLPLVSLVPETASQIFNEFTTDKTARTMMMISMCMNH
LDDRIIQLLSRSKTDFPFLYRFSNYFECHQAVSRILIRLHKPKQAVRVALKFGSSSVHNFLASIKDTETQKDAWTEYVNN
IKGEERDRAINRLIATNLFTFEELIDVIGDDSFLYEYADEMLQAVKKMEKDAETIYYRTHFHQVRAPDFPISYAETCRFC
SLPLLGTKFVAFPCGHVMHKECLHKMVDEVRKHHPDDEIGDMESCPICGIISVETVLQPF                    
>Tvag_XP_001582709                                                              
MNSFRRFIMNFKKYANFTEENPVNLPYSIEGIFTSIALSYEFSGIFLNISNLKAEYAIYGVVISILLIFSHYMWRSIHRL



PPSLLQRNSISILSIVLICSFDASIINSLTDKFVTQLCPPYLKYFLIVCYLLLFLVEVMPEMVRFVIAIPKEKRTTSALL
YTLFGLISIFICCRLIVSFSFIPLLFTAGPWFAQVILNAVSGFNANLGFKTLAFFSISRAIYFAYSFLYTKSIFNAYSIP
KYIFVIIILLTQLIVLPFQSYISAFLLSKKKPQYSKRDPPEGAICPICLLPVTMGDPITTPCNHTLHLNCLKRWLEQKYT
CPVCRSDLPELPLTMK                                                                
>Tvag_XP_001580902                                                              
MFYICDERQNVSSEAQKLFNQYFSSSRKRQDIIERLLTDILDKIQLYFGRLQIKGEISNEIWPRIFGSNLKLCCYLTDYF
PENPQIREIFEATNLSEYTKVGHGQFNKSITPFLRSSIYQFLTTSLLLNFDTPTINVIDIYKTETNVDCQIELIKLISEL
LNQNKVDHTKLQEAILSSLLNYEFPEKIGMMDLILQVKENDFLSKFVTPALQLKIFVLSESYFDIFTRTNIPEMKDLLVE
AFITAISSTNNSFLTTCSLAKFSVISEDDRINEPLFESNDQRIPYFLKYIGKERSIEWLRRRKTITTRSLLTFINNFGEN
SIREVYKTINDIPIITENEILRIMSQANDNEDESMDDFIVKRQKKKKNKKNPQKVTNVSIVPKKKKESWGEKWRRRNQTN
FDDDEDSDDEADILLLRNQEEEENESDIIHKTVEKSETNDSSSQAGDTKPDFNDESFLKFFVKFANQDDVKSYAKSTPNL
IKIIKNWQKPLEILRIPEIKEKIFEILEEDFSLSQKILNIFENDEEVKEYIQEMATEALESGKAVDKSVFNHIQTSDEMI
EQFILSDQIESITPDHPLLEQCVKYINDHLATHDPIDLAERAFDLIEKGEVKPKSFGQKVTKYPEFYCELWSFCGFDKFD
LHDVCLLLDSIILKKMPWIDCFIYLRTVNWMSVPSTLQNFIMNNPLMYDVAHEMELLYALSCISAATSIKCDANSDAISI
IASMRCPPRKIVSEDPDIIDHQIEWHQIRVQTSDLKIENPDYHSLRRCVVYLKQNLPVLSTFEPLIPYLERSLRKANHFT
YFLVCKILNLVKDACKSLNNLNLIAKQMIELSVKFAPFPLIIQEEISGAFEVFKLIGKEEFQKMILNSSSCFTHKNANHL
MTLISPLFVYFNAWDLVESKINGKLDLSLTISWIFVSNLIVLMPDEKKSQLSLSLSHDLMKILSKIEYKSSEFELLVTTF
PNTSNSWLNTQEITIKKEILNYAAKVITPRLFKKLQTKLVQTRMEKISYRFNQSNNSIKALYQDEKNAVPISLEIILPDS
YPFGNVTVKVDFGNDTLSDKCYHEVLSELRKLETISGAIRAWYSFVIHQVLENSPCIICLSYFDRGVAPSMQCSSCHNEF
HAHCLKQWFARCAEKTCPMCGSKWK                                                       
>Tvag_XP_001328861                                                              
MPPDKAEPCPICYEPALKRVPLSCHHTFCQKCIRVWSKKCQSDHKPVICPVCRNPVPTDNLGFAEIVHRGKEVEIQTLDP
LLRKLGVDSAAAVKKCSIFKKWDSEAKDDFYKWLQISQKSPDRFIIFCALTDCFYQQIINANAEQLQNAVDDFGEKCEPT
RQKLLEMVIYIIFHKIYHVNSN                                                          
>Tvag_XP_001328387                                                              
MTLQEPNNVSGHIILEASIFIYNDSSYAHPSRNYHMYGIPVQNNYYFFSTPKLHLEFEKAAKLIVNAYSNPEINITENSE
ALDKYIKKTLNYTEKAPTVASLMFYNVTMPSSVRTFDTSSGVNGTITYDKKITFSATLINYIKFVREGKIFGVLIGFSIL
INFMAWKSLFSNFKSSASLYHLSLGTFIMHISFDFSFALYFFDLTSTAFEFVNLFLFLFICTTTMFIVCMQLIALIWRAQ
NPGVDDELRPSFMNLIIGISSSMFLYSFSTSVVFQMPIITLTFMYSFFIPQILYTARTPGKKKGDEVFNILISLQRLIPL
WYSTMYKNNVHETHSVVIGISFTVYVLFQLLIMFLQSKYGGLFFLPSFAKPKIVDYLSERPPPHSECPICMCEIFDQEET
AVTPCHHNFHKGCLARWLEEDMVCPICRAPLPPLT                                             
>Tvag_XP_001325149                                                              
MSHFYKKTPDIGSFLYDFASDPVCKISLSNFLCSLALLGISLVHYFIFPFNPTYVSQTFKDYHVYLYFGLDSVKRDIDYV
NVSFIFISIALLYLSVAFRERVQRLFLTAAPTPISVHQKILVSLFVLLFIQIFVAINLFSERAASFIVLRSTQFTLHTIF
YQCFHLNDLVSSTAQTYFDVIEIVITVILFILFNLYSGNTMFLYMLVFYVIDKHNFITGLFKKLKFAVINDYDREEECLI
CRQQLSTDEVVKLPCGHIFHKRCIVEWARSKTTCPICTKSFQSSLTESRAQKIGYAIQKAEELVQELKKKKEEIDKAEQE
REENGQDNNEQDENDFN                                                               
>Tvag_XP_001321248                                                              
MFLLSFLFIAINENHYFRGNWSANLTILQNISRVQRSQFHIEIQDPKPFKNLYSVDAVAAFTNTTLIRFPKYRMNFYGLF
DKENSMYFLAAFPYVKNISAEMIYDMVNKSSYFNTSRFLQNPKKIYTNLVHRYERNANTTPIVALSFTVTKNDLLNNTFD
LPYFMDGVVILPNQSVAFTGKLFNVPFYIQEGMIFGVMTAIILVLNYLAWNSLRTNFESQSSLELLSAHTFILNFSFDFA
YSLFIFEFSMSIWRFIFLYGFLFFVTVILFFAIQMVQISRIWRSQNPDTYEGTGNDFKSIFFGFFTEISFTMSAASIALS
AIFQFPKVSIAYLYSFFIPQIVHSIFAPSRKKNDNLFVVLISIVRLSPIWYFCLYKNNLIEYYNPKIALYETLYVFVQAL
FVLLQNKFGPTFFLPSILKPKKFDYHAGELPPDTECPICMMKIKETDTWMMTPCNHCFHEECLAR               
>Tvag_XP_001321101                                                              
MNAVIQSFNTKNFTFEDIHKTIVDYILTTKFIAPFLISFNATVKDINGVPGLVGRELFSSKNVTFLSTLVDPTKIQKLIK
IFTVILAFSVIFNYYGWKSINSLFTSMQPSLQLSPLSISLHATFDFAHTVFVTFKIPATSSESYLYLIFVVSAGMLVYVF
FENTFSVRIHAIHTVDQTTIPFWIRFLSIIALHSCFIATHYYILENLSQYPLLSFITISSPFLPQIIYTFFNSNARKKDN
VFIINELISKSIIILYYGFISNHIYKKIYPREASIAFGLLVFQAMLVILQNQFGSHLCFPDFLFAESYDYYQPHEIQEGE
VCPICFSPIEIDDEVMVTPCEHAFHAECLQRWMEEELVCPMCRANLPPLR                              
>Tvag_XP_001317451                                                              
MEFFTFAIYVGLRAFGFLLLGRVNSIYTLPAEPKLKVHIGLLTAEMICLFINFHFIIYHMHKFSVSNRIAAYHVQIYLVA
LIEILQCLRLHHIFILDHRQLGNSYESCSKKFHCDMAADVVKMIVLFLYILCAGSIKSLPSLLFSLSNLFIAIFSLTSRL
QAIRVWHGILDVINKELQDATPENLQVDSICLICRDSMTIGNAKKLPCGHVYHLECLEKWISQQSVCPICHYDLTNFLKG
KPEEETPGQTALRVLTEVRHDVFDKKIEGRIPGQDNALEYFQNLEMHIRDNLSSDDDEDLTITSMKFSDFDKDHIGEPEE
EKNDNDNLTLTNIIENLDDSNQPQNEIDFAAIEEEDVTEFDFNSFLDIVSDQNNENNDEIEEEIVEPPKPKQKPAKKHKD
SHHVQENEFSGEDEEIYQKFNSKIDEMENMVYQMENSLQSMREELKLLFQKRNQKK                        
>Tvag_XP_001584019                                                              
MVNINSIGTVLVINCLRTIASQFNVIIDGEDHGNSDRAVNASQYISLAANILVALYFIIRCIFELVGTKLFSDDGISDFS
LMPIFLSVNGIYQELSAYIRMRQITNQLDSLPSIKPEEDDVCIICRLGYEGEEAKRLPCGHTFHANCLERWVKSHNRCPI
CEQEIKFDGTMVNMYETHTHNPDDENHDHEENQNNNPGNNEFGEEFHDHDHEDNMIHNEFNNNNDFQQQEIFNNVPNNHF
DQNDNRMQGEVDFRQYDDDRVEEEDPNTFNFADFNDGN                                          



>Tvag_XP_001582356                                                              
MLNSQELPMMCSLCKRPATTTGEHQACALSCGHIFGYSCIINYFSLNPDCPFCNTPIRQREIRMLFFDNHIPFSEDVLKS
EHQKLRLKEDDYQVLIKEKAQLEKQLAQLRDDLAARYQPTYEKSQRKTIRVLNQPSIVLNRPINEGNRVLFIGDYIVYTE
CFSDQVFGITYGDIDDPQNFQRLSLHTMQIRDMSVHPSSTSIISTVSIDKTVSIVDLISQRVSRVDMGVPLWSCCWFDDS
TVIVGGDRGTIIGVNVNTMQKTFEKSEPGPPIFSLKTITPTTVLTANGRHTQIFDLNQQKFFPVEAAANSVLFNDEKLTN
MQQLLIMTRTREKDAHALFCKLQNGAPWPAVSIKIPYFSGLIKPSLVETGGQIYVALPMEDENDFSFRMISNPQVDLFMK
WRNRFPKLSKPPSDLAMIVNDDFLLAVVTKDMIRVYALPIETD                                     
>Tvag_XP_001325771                                                              
MDLSHRLPYPDPDVYLNIFSDGNIKSCYRDLYAKYGKKITIAMGKITKEIQNLDETEVFACFNAARICIFNNSPKIRRDA
LFLIAEISKTYLTEHTLPYFLILAHDDNAQIKQDASKALAAISRKIGGLKKAKEIVISALGSMGATAFNRENLIDPEEIL
GKSRIAGSVCLSSSQILGVMMDDLKQNEKAELLQYIRKATEGLYDTLNDIQNSSNDTLFYSPRLRSALYKLHYEALPIPK
CPHPLVEKLLLEIDPQCMKVAAQLIPKLCKEDQWKLFIQNPLYLNEFYKEFLANCDDSTINISLSRNLSQENMTNAINLL
IKNNFQNIDVVAICNNPYVWSILPEKLIRDVIKCANTINPKNVILYSKYFDNIQQIRFPDKSLPEEMAAALISVAKTTDI
NYIEQQWPNATNNCIRIWNKSPKTDWWSDILKENLRYYIEDDCGAISMAVPVSESSNFANLVAEVVIDRLNKGQEVTDDM
WYATAITDPLIDVIIKLNPNIQIEATKKQDIYTAIYQNIIINTDESEAGELIGHISLSSQTSLMEFPNSYDFLSHFFKVV
SIADVPEDIELQYLKDYFEISYSDFLLHVFLGKFDASILDSSISKFVYSIPFERRQNLLSQSIRNQFIENSVILLISADE
NDRNKLKIDECDILAPYLSMMNIDYDWKSDFAKFCRGEKIDISNFKGSMEELLWIATKENCPQYISNICASIFPVSLSIN
FHLFISALLNTDIETTKFRELLDTALQSLDNLTPLDPQTVLILSDCFAKMSLLQADELISFCSSVSSLLASQHVPSIVSC
LHHSIPFFLQKVTREKWIELRNSLSQGPVSGLIEFDSIISEMFSEDDLSMFRDFPSAASRFYANFNKKDELKDLLSGLSH
QMIEDELKKAQNYTIENILISVDVNSHTIHAESISTDDPFTLDVIIPDIYPLETPLFRVSSIGKEKLTQDARDEVKKECM
RQDGIFAAISTWAARIDSVISKVEVCPICLSLLDAGMNLPKMKCSTCHKCCHASCLEKWLRNSLKKNCPFCRTKWHRQK 
>Tvag_XP_001322877                                                              
MTTKAWCYNCEKSIVPTDAGLCPICNTDFIEYGDSEFNADPQPAPAQPAPSRPNPHPRRVVRRVIVSPFNFFGGLPGMGG
NGNQPNGLADMFNNILEGIFGRIGGDNQNGDGRQMGDFFFGNEEQWQALADRLFRLNQQSLGSPPTADDFLSSDSMKPVK
YTPGCCAENVCSICLEEFNENDEVVILPCKHGFHEPCLQPWLKMHSECPSCRHKLPTKD                     
>Tvag_XP_001320418                                                              
MSQEVGITDCHHKFCKACIEKWIQQCSECPLCRSQIKKVRFFKNSFYSGKEIDVEFKKQQMPDYDDISMFIDDNPSPTPI
IIDSDSDDDFEIIEQQRRTSTRNQHYGTTWQNGHRISYREHDSPDPCSDALRTISNDIRKRNELKKLKLISDKAFNMLLQ
LAKSYVMNGFVNQSDAFNAVNEVCSIFNGTDFEENEEFYKNIKKTLQRKLIVSCGRSNSSGASLPQPPAKRKLIPLSEIK
NSAPY                                                                           
>Tvag_XP_001320290                                                              
MNDFVETCPICLEPIAKEGDHQMWVLSCGHLCGYSCLMQWFENLEGAKTCPKCRKVVDETQTRKLFWNGNIPLESSEIDS
LNEKHKDYDQKIKFIREIINKLKRDINIYQFESENKDIYHARHAPLIEKKSVNRPSLIFETPITNGFRVSVTPKNIVVTC
QNNDGKYGIKFFENQNFTESKFIPLHTQQIRDLSSPILDADVVATVSTDCILNQTSLRTSQIISRTELQAPLWCCEWARP
TCIAVGATNGRFFIVDGRGTTPVNIQVEPGPPVTSIIRVDDDFLYVVTPKKGILYDIRSSGFTRCFIDGFNSGCACTGHQ
QIFASLLRKGTTAEFSLNKFNQSRTKSTIGTFNIDFYKTFARPAVCCCGSTICACAPNGDNFEIFFSSVKEPSLSNRATE
KWKYLFYNEQPAPILDISLGKSYDLMLATLSEKNLRVFSIPV                                      
>Tvag_XP_001319014                                                              
MGRKTPKVKNTPPPKTEPPPPPPVAVPDISEIPAKLNEIMKIPNQFEAFVNTTALLHQYPMCSDLFLRLLLTQFSAISDD
KIPMAAPLFLDSLVRNKHIIQFTTLYNTLYENGKENEIWRFVPAYELSAEMIPCYKQCKLSMDDIRRILQTTPLVDKQIC
SILYQFPELASIVYEVVGSSATPFIIDILDKLSSDQLKVLQKLTNNTGSNLDAILCQRLDYKYDTENIQEPFILYQRAKN
SEDWVQATEISKILGLDYEFLQCKSHVEGVEGLPLQLLKPVLEAHEQKDLIDNMSNNLRFSHENQAFSDFANVANAISSQ
IEEDNEQLNNNFATNKAFIDQLIENNPKNGDDTEILITNKCGICRKLLGHGQVFAFPCGHQFHKDCLDDVEYELSGKESS
IIHMPNVTDECPICGLNSAASVHLSLIPNSFTPEFWSLKC                                        
>Tvag_XP_001318690                                                              
MRGFGQKKPKISLALRAAAIQQHMEIRMGENFDPIIKPKTPKKITKPAAPKQHKCSCHHQHFNPIPTNSIFESETVQSKQ
KNYNKNLTLAEKLGLVEPPPAPLTDEQFETVKIEAEKRGFFNEVCPICLEKFGPDNMVLLSCSHLLHATCLMNFRKFSRG
QENRCPVCRQPYEFVRVKAESAYNERCATTIQRVFRGFLVRNKLGELAPEGTELHRKWVLNKAHLASDMLVSAVDRQSDA
IDAVLGSIDHDLEWARNVMKAAEEQGRQIDWDVVKETAMNHGGFGDCPVCLRQLKPGDSSVTSCGHIFHTTCLQSWVSFC
EGEKKPLSCPCCRSPFQYKPWIEKVKEEKDEKEEEPQNDDEKPLQPLKESKPKPKPKKQLPKRSGWR             
>Tvag_XP_001317365                                                              
MKCYFLLWLLWDLVSALKKYKINSEVALKPAPKEKLTDPCIICMNDIIEGVQLDCGDVFCYDCAKKWLSINPTCPICRAH
VKTEMKMEFCDGFIPLSVLFCAF                                                         
>Tvag_XP_001330480                                                              
MFFFLFERYIYRGNWTDINPDASNITQNVSSKFRLQLESNQNIKNRKAWEATVYLHSANRLVLVRDFHLYGISAKNDTDF
FLITFPRATVLIDKVIAIINAAASENNVTDPEDLDGIAKAVNKKYNSSLPLLSLATLRFHNVDDFNTGRVFDLTTGVNGT
FDYERLNVNFSVSMINYPMFIKEGKKFGVLVGFIVVINFIAWRSLYRNCHSSTSLNHLSLCSYIMHISFDFSFSLFFIDL
SIAAIEFVVLFSFLFLCTTTIFTWNMELIANIWRAHNPDADDLNADGLRLTFLHFFVEISTLMFMYSFATSVVFDFPVFS
LIFIYSFFVPQIIHSCRSPGRKKGDEVFNLLVSIQRLVPFWYLTLYKANIHETRSYLLGFSITAYVFIQLLIVYLQNKIG
GVFFLPDRFKPKEFDYSSTKPPQGSECAICMCPILDDEESVVTPCNHPFHKECLTRWLEEDMVCPICRASLPPLS     
>Tvag_XP_001316667                                                              
MTEDEEENCMICMGPLATEGEHRVCSLKCGHIFGYKCIVEWLNTKSTCPACNSPATVESIIPLYWRGGKVIKNSELIMLT



QENEKLKAENAEIIQSLSSNQTSQYSQASYFPSYPTILMTKEINDGLRLSFTKSRIVVTEKVNDNYGISYTEWQKPKWNF
IPLCKLIIRDISVNKSPIEKSLTVSHEGSFSVVNLNENSIITTNTLPETPWCCCWINEDKAAIGAAHGTIFVVNTRTGDI
ISKKSTGPENPQFQSIIPTSTYSVIALNCRNAFTFNIETSMFIPNPISFDHEYIKMSNDNLIAISLKNKKCTLCDIKFQT
LRSLRWFPIGEIKTRARPAIGTRNKSVYIAIPKPNFDFSIREIHDIDKDLYGSFSERYTTFEKNGSILDLDFSPGPDFLF
AAMSSSLLIVLSLPVQ                                                                
>Tvag_XP_001315539                                                              
MTQNCNKVCIQSVEKGVKTSNFIHITDDPSSCLVCIQGLRLYYTPPDVCKFVNSFHTLASNCLVLLTDKSPTFTIILKAI
SIDSAKELLKKLKANPTPICSLDTLTYDFVQSFEFESQKLQLIVNRFSTNEFYDNNCAICLYQLVSDLQLITFPCGHSMH
TTCAQRMKQWECPLCRYAPISSLSLSPCEVCGTFDRPYICLSCARSFCYDHALEHFKNTGHGYCASADGRETWNLMSGTT
MQRIAIDKSGEYVELCAKEDVLKSYLESALYEQLNIHREIECQETAAILQSAESELTELDYELAEKRKKLESMKKLIQER
KTIENKLKIATTMLEKFQEKEKDGQKLKEQLLIENEKLRNQIRDQEELISDMQTTASITAAAVLGGKNKEVHIKFNQK  
>Tvag_XP_001314028                                                              
MTNSSSFYFETPYFLIPWGLVMLLLSLAGLIVYHFHKQKDYNLFLTYIASLDVSLIIFCIATSLKCFLVGTKMVSFKYIR
RGFFGVFERFFVLLRGVLCTFRWLCYFSNIWPIPTLMNFIARPKTTSCYIYIVMKCILLLWLLWDLAFSIQKYRVNSIVA
VKAADPEKVVNECVICLNMPVEPVQLSCSHIFCYECAIRWLSLHPTCPMCAQPIAEQKYIEFSDGHIPLAALLSAY    
>Tvag_XP_001313190                                                              
MQPVPIAIRTETSPIKQVLKSMFKISRVRPILIVILCVDILMFIIRVFKLKTFLIILSSCSFLLLIIAIIELCLPQNNVP
PNDINQYNPVETVNTFYKPKYEVKKYMLEDYAGEPNICGICLNPIHGGDIAVLKCLHFFHPDCLEKWVKIRSTCPTCKVP
ID                                                                              
>Tvag_XP_001307625                                                              
MDFPLPVSLETYVNEINNTIVKYNMTRPLNVTQLKINIDKTYESLPDYYHSRFFVLDFIQETNQTHEFAINQSVVGHIIS
ENPNITISFVGSRFNIMKYAIEGRIFGVVAGISAVFISYAWYSLTRNFVTDVNLLQLSMPSIILNVGCDFGYSLLVLEIG
LANYDFLSECLVTFICLIIVYFTFQMRMMALLLKSNGTFENGWETVHIKFFTQVTVLMSVSAFAVSLAFHFPMVTLPYIY
SYFIPQIYYSAKHISSKKKDKWFVILSTIGRLIPLWYFTLYPSNINGGTSLPICVTFTIYSVLQAVIVLLQNKFGGAFFL
PKSSRPKIFDYTSVHVEPGTECSICMTEIHEGDETMTTPCQHSFHKECLSRWMEEKLVCPMCRAQLPPNI          
>Tvag_XP_001307175                                                              
MTAGEPGLCVNCGVFTNLYDDKYCVDCYNEAVEQANTYDYEENAGVSIENQHIDDICYERKNNGAALDRIIPYEYKNSPE
KCAICQDMMNCGETVVTLPCAHTFHGNCIYHWLRNNDDCPICRSVINTQ                               
>Tvag_XP_001302500                                                              
MSNDFKLFVQRYPDIFNKQNIGEKLLQLDWEQAPLFLSEIFNDDQEIIDYHLFHQNYSTLLEYLPKVKDLALVVNALLRI
PGSQIAMSYISNNNIIDPAEIMLLLSNLPQISNKVIGFPKSRIQEILLVLSHCLNKDIVSLNNIIQSRTCSLEILSSFCI
YFKLFEPAAKALVKMGMPIRSIAVAYKGGISLAFSILNIVKASEKKQCWMKLLSIAEDNDRKTIIKKIISSDLFEFEELL
QFVDDNEQIGLYRDKIKESAQKLQFTEGECLFQRKFKPPQMQDFVLKLSDCCDVCSSKLITTEFIRFPCGHSFHEDCLKN
LCQREGIPDDDIFESCPLCGFSSLIDQFSSIY                                                
>Tvag_XP_001299306                                                              
MKNRKIKERPPWDDGTEQQSLRRPPLNPVWAAEVVAIPPRGNAPRINPDDLPPYQDPMGEKLPQKPKGKRYTVSGREIPE
DDPNMIWQCPYCGAEWYADDPGRCPKCHTDLYAPRPTYGLMHPLIAAMQMIDEGYDPRTGEIDEVMDRLMKEQIEAVGGH
RPDPPKRKVTSNVRRLLFIEPGNEPKRRDPAATYLDLIDIPAGSRAKCDICHMALKPTQRVAKLKCGHQVHSNCISQHFK
TSSNCPVCNQPL                                                                    
>Tvag_XP_001313026                                                              
MLQNPNTCILCRRKMHVDDSVSISCGHCFHFECLERVLATNNECPQCRFNIEFRLTDEIPIEMKDSTIFIEKSFDHKKDP
TIFLTEIIESKLNAITTDIYGTYIDIVTTLSKYDNFVCVEWRNNNYTELGDDCDTEYINLKQNLDFNYKYTGNPRGINWT
EYGIEPKTEPYIESKQIPENNEDNQKDSQNEEEDNTDNHDQTETHNNIEQNDDNQKLDSDNQDIEVSDDDSNELNIQSTQ
KDDDKEQNEEILNDSNQNIEIEPKQIDDASEQEDNDNSNMDESNEGEINNTQNNSNDIVEENKPELPLATTNDIDEVELS
NGATSEKNNTDNIEIEELNRENNKEHTEDELQSENEGISETNNDNEIDSNIEPVSNVNPEKEESNSDKTDNTDEKQVKFD
AKSDKIANDQNTKDTKLNEEENKDKCDDSPTPNEEKMDEKEKSKQNLTKPEGKENIPAPDTKEGQEKHISIEQKAEDHSA
TEIAKESSVLPTSNQEKIEEKCDSTDPVNDAEILSPSNCHLSTQTELLKTADHSNMEIPKGPYSNIHVVVLANRDANIRE
VFGRSQQIGFLKIGNIPLIEHVLSHLNNLGFNRITLVCKEIDYSAYQTYLDSKFENVNIKCFDGDKTATCQVIRQLYTKK
THILVYPIDLVTVCDITKIVDQHIQTDASVTLFTTKYAISNKELEDAPGTGVAISTTGRHFFVVDESNESRLIALLGDMD
AHRFDLDLNLKSEDAYFGDAQQIEISAESLAMCNSMFIDSSIKLTNSYLISPKGMKYLMDNDEICSIENEFIPRLCSLKE
HKVFSYMTDDKTVTLNVQDFVSLYHINMKWGNKELMVKENPNKKESEQENKSLPDFFKKENYSEPQNIKCDERAIIRSIL
DESVTIGEGSRITKCIIYDHVVIGDNVHISNSIICPHSSIPSKSKINKCFVSPQFSSKSEVNEERSIVRVKI        
>Tvag_XP_001312839                                                              
MKILCFQNYCLVSGFILAMQIRKIMNVKTDFYDICVEIFEDKQTYLSFIIFLTFTSVLLIKRMLDLFIGKLSHSEVLSIA
HNFQTKLISLCFEYLAGGIPLHLVEIHYLTKPLLSYVTMLYIRERIHCLQLSPKLPTLNQHHRLITSQFLLLFINLYFLN
LPYSKELMKQGNIAYAIAAPLDCILVYNFFEVLLDIITHFVFILDRDKLGSSNKSFHFLVYAEYVCKFLGALFSLIMVSS
IVFKQNLQIAFFIFPLFNAFRSIYDIYNKRMRWQRLSDALNTVFPNVTEEDLKRDDTCIICRETMTSTTAKKLPCGHCLH
TDCLERWAKDHSICPLCQKDLSALIDGIDKDTHNDDVEQINPDLLD                                  
>Tvag_XP_001307261                                                              
MEIVYVKKFIIMKSSRRAKVFTKPTVRPMFNNYNFVSVNSSKPIKKSKPQAQSRNPNINFEMKVKPPSENPPVSARRKRD
NPYLLTPKDQPKYIDHLSTLKRKAETGNYLNDICPICKSKLGSDNLVILSCGHFVHHSCLSCFCRLTKEKIPKCPVCHAV
YKVIDLHINEKLLQSSAIKIQKVIRRYLIRKRIPEFAPTGSIMMKKWVVRQAERASSRLTSAMEHQNDCVDAIINSIDHE



LEWARSIMKSVEMRARDINWKEVRDKIIERNSFTCTICLREIDEDECEITSCGHCFHESCLNSWMDYCSHQNIQANCPEC
REFFQHRKLKEYRRPMQFSNAIDDLLF                                                     
>Tvag_XP_001306975                                                              
MHETTPSHGKKRGKSTEADNASPIRSLRFSMENPEELTPSKVVSNIYKSPARETWAKSKRDEIDDFISYAVENLTTSDLR
YLNSKLESEGLVKNASGNTQVFKCAICLNNVNDFTISTCGHVFCRKCIEKWLESSNTCPKCHCSITANDIIVPKVSDPDI
EDESQPVLVSVSNNAIIANKSLLYVIVFVVLLLFFIPFT                                         
>Tvag_XP_001300307                                                              
MIYNGRWKCDKYKDEASLAVVRMGCGHLKNSSFFAAEFQFQNGTYIKFSKMAEFHGINYPNSDNIYLFNYFSKNEINMTE
MLLFTNRSLYNSNGEPFNDIKEANSNLNKSLSIFYPNTSLIGISLHRTPNFSRVTKFHPGFSYNGSCLTCEIPIIFELEY
MEHELLAMEYKIFAVFAAFLTILKYYGYKLILQHADTQVRAKRLSVYSLVFNMCYDYSYNIFFPNDYLTFPSQNSLYLFV
YSVNVFIHFSLLIPLTVKTILAQTRFTPENFRGQGGWLFTRIFILMLLISGLKDISFKHPILIILLIEAQLIPQLFRSIK
DNERDFISVHGIILISLIRISHIAYFGIYKNNIKETYFPRLSLVIIAAIVIQVALMIFVNKYGSKCILPKSLRPKSFDYR
SIPIPPNSECAICMCNIEDGEPTMMTPCGHPFHSQCLERWMQEQLVCPICRAPLLPEV                      
>Tvag_XP_001330748                                                              
MGIGLLLRLSPMENPNAPTIVVLDQEKVTIGRQAAVKMDTSRGKEVSKHHTTIYRRQHQKSEIWIIEDNNSLNGTFVNGK
KIHRIILNYGDEIVFGGGSTFLLGDIVESTKLAECRYVFYLAPVPVKFCHNIDLNASLLASDLLETCAICYCPTVASETL
PCGHKFCLACIHEWSRACYKGMRPCVCPMCRTPYSASDLTPEEAQKTSDEVKVYSMEPMLRDLGIKSCKEIKKVNIFKKW
TPEHKAFFNKMYTCCKDSETRLPIFLHLTKATIFQAFNQEVPALINAINNMDSKPVDNDKNKLILQFLLLLFEKLLPKPE
VKQPIFNSRKTNSRYKMLNY                                                            
>Tvag_XP_001324571                                                              
MGIAFLIKTSTVKDSRAPIYIALKQAVNRIGRHSEIRIDTEKGQEISKLHTTIYRRVENGQDCWIIEDNESLNGTFVNKR
KIHRVYLNNKDEVVFGGGSNFCKGDFLESTDNAPCRYIFYTPFRPIKFLPSTNINQSIRPSDDCELCPICFGPLTASETL
PCGHTFCLTCIHQWADQCLLQQRPCVCPMCRATFLKSQLSPEEAIFTENDIQVITTEPFLRELEVQNCKKIKAVNIFKQW
DQKHAIRFWNLFSKVSQNMLHRAILLQLVKLTPNSIFAAKNDQLQIALQNLTGNVSTTNRDPMIQIILTILALKFMPSIP
SKPRLPSGGSKSARFHHNLLRR                                                          
>Tvag_XP_001325755                                                              
MHRAPRPGEVMSEAVRECIEEVQGGNVRFILDPRGVTKFIVKPMGSKERFTVNIGDRHTCTCKSDDLCIHIIYILMKYFG
VPKDNPILFKQPLSEYEVNLIIDGKTRAVEPRKPQEKYKTKSGKTKVKRLPIGPEDVCPICYDNLCDCDKSKIAWCRCGC
GGNFHRKCVKEWINSRRDYREEPTCPICRTKLDMLGINPPPKKLPKDEPPNLTPEEIRELMTREISPDDYDLLLRLDQPR
QTQNSTKPRPKPSNPRSAAAAAIIGNARPTRKIPATPDLAVTSNNFHGEVNSTPRAVNSQQAVRSNFRPNPRGIPPRRKI
EQPHFEGGITGLGMGELPEMPSNFPRKNSPQTDVRPQPMKSRVRIVERHESNLQYLQTPPDFDDDMQPRGTKRQGPRMNA
FDGEINGLNLSDFSGGGSTESLPPIERPRVTRPIRPHPLPKERPKNEQRDFTDMMVTNFPRS                  
>Glam_XP_001706060                                                              
MLVYLISFGILGTLAMRSADPIRTELLITSSLSKRHLNVVNQSRWTGSLRTIYSRIHSVVQRAPYFFNPSYCRLGSHDYY
HSQKPFFISRSSALQEEGEIPSSPPDYIDVKLGPATTSYRGNWSVAQGNSGSLRLYTPSPDRAAGGMMLASIFDLTWTTE
YYSQKKDSGELLTQPRNVSAAIYLMNGSYINSDSHYFVGYGYYYPSQQKGLIKLIIPSLSKQPALDLNITEVDAYINGDE
PWPSYVTSDDMLGEFKFNETCTTSNSSDLERPNACDYYLFFSISNTTRPIKGHTYPPDFAAQIRQEGRPLAGSTTEEIVP
LIEYRLYSAKCCVDMQTRSLIYNSAQEMTQAMVYGGVVSIFAILTAVLSAHSLTKLVSPVRLAQLTMASIVMQTTIDALL
AINGVNYAFEFQNSLGPLLLAAVAFFIICLIIDIQLLMLKQRQMMIDRNRGQNPQIGIKIYCIFYLVMLGSMIVSSYIPF
KFLFYFFLLLSSYWVPQCYHMYKIRSPTMGYTYTYVVFTTILRVVPIWYFYCYPKNFLGYETVSFYQYLLFFWVFLQLTI
MLALMATHKNRYKAFVAKGSHSIYTYTNKLLSQHVLTDFDYVDHVSNQRREAETPREFLARLESDAGQSFPFVMSYFQKP
SSTIRAYSNQATVTVLPSSEELQLESEFYQHYCMNPLHKHSSLYSEDMTVAALASCTTYLQSRLSCQQALLYTDVRDPEG
SLMNCFYMVKPKDVSECVICSICFDYITLTEKHINLFSESSKKAHELDAQAIKDILEDINTSGKLSGEEEPPQQKSSADS
DRDLWTTPCGHIFHAACLRRWMDETLQCPVDRAALPLPAY                                        
>Glam_XP_001705422                                                              
MLRRPLDITSLSGMLHRASRVQRNAYIVSDKTLSLLSEAVVLTPGNSFHVFVLGDLQMYLHDPFVYIDSDVIASGLMLLQ
QDKCSIIRGTHLILSLQEVSTDIPPKPGSSEGPIEETLFIYEFVLSVVLATGTASDSKEAQTARTGRVGIYTTIPIYKKL
IVCHAYNKQLSVELLGHLIAFVPEAPSSENTAIYKALMLLTSRTFDLDDLLPLKNYTNEDAAELAGILSEIVVTHTPYAW
YLALFSFMHCFLMSPMPPTRTALEVAFVQHKISGLVAYHEKQIQLAVTFLSSLYSTVLYSFFANLALDMGLNGYPYQTGV
MAQFYRACSYLHFNKMVSNDILTHISNIGRHLILDSGLVAREAISRLDLHPLHHEIDFSNPSESDLVHIYLLCYQIAYEN
EHCRPAEFFDEVVMRSFEIKELSEAIAYPIAAFPTNKQICRSFLSHLADGLAESYVEGPDALIATLATAKLQRINCLPHL
FMFVDTCAKVLEIELSKSTIDERLLHIYQGCAELVAKGIGQRANLLLLLLSHAGPAVHEEELTGAAAQWLQTNCPNLGPG
YSPLVAYILFNEYKPLSHGEHFLNSLKHILAIYAYRVLDNKEFSVQNHQVAAFAALRYMTYYASLITHPPESLKSLNFYS
IFKKATLDELADKSTEHFMFRPEQCDYTNTDYYSDQNAPFESWRLGSRAVARETEAITTLATERVSWTYAQFDGSIAKEM
VIEPRGRQEDTERESSTHPDMVQGSESASDGDADEEVCAVCLRALCRAAIVVLNCNHYFCAECAARLVLRSGRCALCRQP
VVQMRCGGEVVGLPK                                                                 
>Glam_XP_001704884                                                              
MSMFRVTPSQGQTPTPIPSTSMSEDGVWCVICQASMHECESMSSIQTPSHRSVEMERITTKVSKKKLPLVIQLKPHKEPD
RSATIVDCNRVRETAHSNPDPNDVVVLPCTHTFHRICLIRWLHYDNTSCPLCRANIDMDGPMGERRWKIKNVAIRTKCSP
ESIRLGLRPDGWFNIQLQIEPPPHKTIRHVRYIFHPAFSLNKLDIDTPPFDLVMKLVSNSVDLLIEVSCTDNTIFTMVHS
LVKELCCRVYFDGIFNGVDSSSINGLEYFESLLENYHRDKDYYGAAMDPPPRFTKRTRESGNAISRFFHNIFN       
>Glam_XP_001708587                                                              



MKSYVAMEFLVPLASFLVASIIILVFTKDAEGIYERLIAVERFTLTRTMTVLLFESLLFLIVLSIRHILFPRTTNMELLQ
IYHVVLFSYVTTFFNIVKWASFHNYLNIGALKTLSMAVVLSHMRVVVEFYSYRMNTLLSEIDTNNNFIAEEAQEHHRRKL
RILRWELLRPTIVIPVVIYSSLRFFKDHRDGPMPFYYRTSLFVALKLMIQYFKVLAEGGLTIFNNSAQNGRKPEVIYAKT
LATLSLDLLEFGIIFVVTLNSVAHAFKADSIADLMKGTAHNKGHLGLQSRYFYIFFVELFSLNESFIHCSKSWKRMQRAR
LIMNKFNILVQPSCEEIYGLPLDVVSTNPDAHESIEACSICMGSFTLFGDEGKNNPVRKLPCNHLYHKDCIQSWIVSGNT
LCPLCGRDVFNPAPQQEPLRSEPGAQNEQQEVPEAPTLAAEPDAIAGQKEVDANATQAPVSIVSKNSVRDISTHPILFEM
PVFSLEENVDWNALTLDSIQESISESTRIYLDKLDAYIKMRSHVRELGLFINVVGDIYKPYSSVTTVRADTD        
>Glam_XP_001707205                                                              
MPERRGVLQQNCPGNWNGATIAIASLFRLKDPSHGFLEANRIYLREVPILAVSDAEKEAYEDSLSTIEPMIPFNLYDSSK
SYAEMRMELRATRHQFFDPLQNFLPFMAYDLFDMMPEKTLSYFERVEQINAATLSSEPCLVEIAGLSDDYNAKYSVTRDY
GYKNRCCGDVLAAREREHPFVYGQYRLEAAPGCQHYWRACSSVCSTCKSNGAKKFAFPCHFCHDLEVDHHTLSSKDVKEV
ICWTCQQYGPIGEVCVNCGAALTTRYCATCKILSLMPLDYETFVHCDHCDRCVSVHEHENHYCARAGDAEDCPICLLPLN
TDLSTVKLSCSAGHFLHASCYDRVNEEVESGEKCPLDGMIVGERDSYYCITAYAHAYFREHVFSWTSYKTIVIVSCVDCG
KLAFNLYLGADDMQFSHCCFGCNTIELKRITMPSDLVETLVASIPWWLNQSSCTAMSASSFSLYTRADYPNYSESTLVMQ
FVAETEWLVYTHPILFTSISPHNPPAST                                                    
>Tcru_XP_818589                                                                 
MATLYIDGSVVWLGLMLLVYWNLFRVYSDLSVTLLWNLMIGAVKYVVRRVFRVIEWVSGVNVQGTGELASNSLDNAMDAR
LLWPVPALVVLGCLAGTKATTAWCDAFLLVLVIMCWSSRVEWQTAAWPDRECWRFRAFTLVSGCLALLSAALQWSFFATS
PRPRDPANETVYYTLILWSATLSIQILQALIFIGLHFLYSVTALGRRQGGFDPIEKTGLFVRCVGSAASFLAALNYCSDG
ATTFMKLAVVTHFCFMMNEVLILHRSNNLLRSFPEVSLSGYCVICLEPIKPRERARKLHCGHIFHSRCLYRWLMRSDQCP
TCRQPTDPMRDYMVTSIDLAMDHRHGRGRRIQNMQDIGVQTTFEIEYVSRPSTFHGSMRPLLRSTNPTLETMPLYSVSNS
SARATGGRSTVSEKPERPPSTPPQPHGKVQFVEAIAPCAGPPSAATELDEFADNPIVWVTGRNSKRKRRVAAAEEKAKAS
ATVVEDSGDDDEDGTAMDTVPHKRVKLEETERGSVG                                            
>Tcru_XP_820573                                                                 
MCVVRRGRFHYVLKSFFFLFFFFSFIIIIIIIIIICGYFLIEFFRLLSWCALDMYFCYVCQQFRNQHALEDVATNCEVCQ
SPIIEIVRDQRHYNELQAIVGRQQEQQQENQPGNFLAEILHPLWPRLAENLGEHIVIQFTIDEGPETSPRPCVSVDDLIG
SFVTLPNGLQESDRLEYPEAFVSSSCPICLDSIVGSGVPVVILPCRHCFHKNCIREWLREHPECPLCRAFVVPSQDTVAS
Q                                                                               
>Tcru_XP_820540                                                                 
MDSAVEDLIRAMDINKAKHDSASLWRKIRNMREESQTVDEFLFKRVLLCSARCVLAKLEESGGAEEQWIGYLDFFMEAVR
SFGTRYADPLLGTCEEVFHLVLGYPEKPRDLFHEYLFCLSAQRHQCMGMNPNLAGTAPKCPMLENKSTEVALVPEVPLNE
VRQYVNDLPQRLTFPLQNGVVRMRLGNPLPIPDVGYVRGGYRCDTCCISNIQVAYQAMLYDDMDKAGVRSAVHFRNLANR
VGFDMCVACAVYFYRDAVLRLSQFLGDHSRTFRVGPDADVQLHSFSSEGNVVKFTVSILPWGARPIVWIADKEEYNPPAA
WRLAVKIESCNQYDPSRRNGGSDDDQCAICLQLLANGTPVLETPCKHCFHVDCVQEMRSMMDDECPFCRRENVFTSCVNL
TSQLNMYKVQVDLPNEAKEIVLAVGSLLTSDGEYNNPTNIAACRSILVRHSCIMDFEAERKKNSPVS             
>Tcru_XP_820279                                                                 
MLSLNAYIFLSFLVPVVFVLDYANAYREYFTTVVELTNSSLFRLLCVNVFIATTFLFWLVACRVFFGKLNHTETELLRNS
VPLYIAECVVGPFYFGVSVLGPFGVAALFTVVLALLHGVARERTTTLHVVESPAERLRMLSGLTLFFLLAMPLDLYVVFD
VFVNTARDRDEYLTLKYSAAIMYLQFAISNINFLVRLLFTEVIGESDHGPLAFYAELFFSLLKSSVFIVSFTYVCIVSQA
PFPLLRVLINSAVDVVKKIQSLVTYLSLTRFVHGMKNATEDILARDSCCAICQDEMKAEQNCKQLPCGHCYHEHCLRRWF
EGMSTCPYCRADLLQHMRKANRSVHFIIFHNRRRNAGNNENTNNNINNNNNNNAATSSAVPPSFTREGNAVTDTLRNSAY
EQLNPTEEEEIRRAYARYCDARIHAASRVTGTSNQTGEQLREPAASIGIVSSLLEARGEHATSETLFFADTGGSNDSRTD
GGAREGETLKTGTDSDLIMRRKYLQQLDAYREYEEAIRKASETLRRRLLAIETSS                         
>Tcru_XP_820084                                                                 
MAVAFIFDAGSLYQVSENGGELICLPLVCPIQSGADVACFSVEEFYFVERDSPLLLRRWRVSLDCKEYALPGPVQNVLVH
RQKVYCCGKDSLFVFDPLSEEFETLELQRGASDLEALDHGFVFLDENQEIYAYQFNQCPRKVELTRRGIRLLGRYSQYVV
VLLDSGQIVCVNEKGEVWDEILSYTFTKPFISLSSGALLTVNEGGKICLYARDTTTPIVSELQVTEPKLLSVPSAQPEGS
CLICLCDFEEGGGVTLDCGHRFHRDCLAEFSSRADGFRAKGEHVVFTYAVCPGGCGSQIRHAAAPLSEYMGRLRREINLD
AENRLREMKNKTVEDLLYYICCRCEKPFYGGERRCFRSNNVEPVKKPCELICSECNDDFLCPVHKHNYVLYKCRYCCNPA
THLSFGNRYLCNRCDERWETTEPEPIACPGPGECPLKGAHSTDGSIPLGCMLCASFSAMHINLFAPF             
>Tcru_XP_819401                                                                 
MSRSVPWRTNCPQAVKDIFDRLPSCHLLLVRRIGPTSFILSGREGREKFRTSIGDPHECSCGDGQELCLHILFILCKVFF
LPRENPLVWQRSLVAAEIDELLRAEKRVRNVQNQTGATGTVVPKQVEQGDVCPICFEDLCNDSPLCYCQASCGRHLHAYC
FKQYKRHNFGAFLRCPYCRSLWINDPNNTSKKCCGCKRYAGGEQYICLFCQDYFLCAECFHCSDTHSNHPFSLLGARDVV
ERHDGRRPSRVQPIQEAPTQIPAEVLPLMYREINPNDYEALIQLDERNIRRVLTLQEFMTLKRGGWNSSFETDTCIICLE
SFDSNSSCVWLLCGHFFHTSCARRWLTEHSAVCPVDHSSVIVSDVEDHVAQRSSSNLPVLRSYNRRQGNRQVPAVHSAVS
RRTVRTISRRIERPRVASTVSLPPIELQVLSLGHLQRREGNSVRFCYGGA                              
>Tcru_XP_821558                                                                 
MSNNINNAVLTITDRGQWKPAKGNDRVLRYIVQRAPTMRARCRKCSQYIVKGELKWGIPIRHTHGEYGWITAWQHIGCTR
ISQIDEAINMIFGFEKLSSEEQNEVLKEVTSSSLPFHLLPLDPDDLVKRGSLPEMEPSSELLRPLLRYQKEGLSWMVAQE
RSCIGGGILADEMGMGKTIQMISLLLANRVMGPTLIVCPVSSMLQWKAEIKEHVVPGTLSIIVVDRAIHVKKDEMENADV
VLTTYPMMEQSWRTVVNKTKVSCPYCEQLFLPRQLVVHNRYFCGPKARKTAKQRKREKGREDVNVVKNRRVQSKETIKKG



LRTLRVDVDDTVDEGVFVSENENKNERGTVGPMGMYRELMLEAGRTVRSRWEPAKELSDGTDSTSISVNINTESDETNEE
EIHRDEEAFIAFQCPNCKFQLLRYPFCPKTGQHHVLSEGLKNIIETDNGGDDIDIFESIFHSIKWSRIVLDEAHRIKGRN
TSTSRAAFALQGEYRWCLTGTPLQNRVGDVYSLIRFLRMTPFARYYCGTEGCSCSSFSHPFSGTNLRQCIFCGHGPVQHY
AYFNRYIMNPILRYGYVGDGRQGMMMLANEVLQKCMLRRTKIERASDLHLPPLTIEIIKVKLTKEERNFYDSLYKKSAAA
FDTFVDKGTVLHNYAHIFQLLSRLRQSLDHPLLVVESMNVGRVAHLKGVCGICTEGGNENSLQVNPCRHTFHRVCLAQFI
ESLPGNEYRCPTCFVTINIDLRQLRSELEEEEPAPIMPPEIEDELIEEEQAGKLFCDGGTPMGISSTSEKVVSTQNKRKK
DILSRIDFSNPLQGSKLDAIAEYILSVPKDEKIIIFSQFGDMLELIQIWLQRASVKAVKLTGSLMLSQRQAVLQAFLHDP
GVRAILISLKAGGEGLNLQVANHVILVDPWWNPAVEMQAAQRAHRIGQTKPVRVVRFVVERSVEERMMDLQDKKMLVIEG
TIDGKFSSLQSLSEDDLQFLFTR                                                         
>Tcru_XP_821355                                                                 
MVNRNGNATAPAESNLRGYETPCQLPPTSPLLLSHTSSSITGVGALSPVILVPATGATSPLSSTNVFTAGGGGSGGGGSG
VRPAQGAATLTPAGSPMSPIVAVFDATQSLNNRSNGVTTNVSPLLLPEKLVVMGGTSLAALSSSLTNSNRANGNARSPKP
LLDRSPNDDLALEMQLLSGSSSCLFAAPLCALPISPTRVAPVRGVAAKEVGCVMLKPGSATDCAICLWSRDDGDSLTTVL
QSLSTAAKPNPAVHTTQPLESVKLCCSHEFHADCLQRWLLTSRVCPMCRREVVPSAGN                      
>Tcru_XP_817282                                                                 
MEDNNGPKRARSEAMEDTSSRSTTPLQVDQSATPEATPARDPLLEEQMDQLGVDEDFKASLRCMSPNTRRDVMNDIIRGQ
QQERTTMATPFGLLSILGETSILPLFSGVDVRLSVEEDSEDEQRGSDGSRAHSSPRRMSPSSGADDRSENSRMETPALRE
QVLRSQMLYLLHIMRGSHIANTISEAIAQRSLGITQDIDDMSYEQLLELQERIGFVSKGITREQMQQCMQDVPWPKEGSC
VVCQSEWQDGTDGNERSVELKVCHHIFHQRCIEQWLGSNKTCPVCKKDVV                              
>Tcru_XP_817182                                                                 
MSTEGCRLPSLGSKLRTRRRKEKIQIWSAVALQQHFARGALLTSELPTLEEAPPPLPGGRLTLAQKMGLVPLPPPAPTEE
DWRRIEGTAVRRNFAMPLGANVCCICQEPFYATMEQGQIVLSCSHVFHEQCFCRFEKLARRSHDKWGAKRLCCPVCRNRH
YHKRIFYAGKAMAERAAIVKIQAFFRRVLARKAYLKLRLENDSDFSGEYARERLTRLSDAYAAYAERREKERSAMLDNIG
LRLQRALAQCTTREEWNTLRERADRAVATGGLDCPICFCAIQRNPHADDVQKGVTGEDVVAAFRREYDARMAQRRNTEIR
GERLSKVACRRSNCVNIKAQSKLTECRPSTSAARLSQPPNPSSKNSNSRAGCMKTTGKTPGEPRYGLLLSCGHCFHDACL
SSFEHYTEMRAIEKGDAVLIPCCPLCRSAYVKVDY                                             
>Tcru_XP_817117                                                                 
MAVAFIFDAGSLYQVSENEGALICLPLECPIRSGADVACFTVEEFYFVERDSPLLLRRWRVSLDCKEYALPGPAQNVLVH
RQKVYCCGKDSLFVFDPLSEEFETLELQRGVSDLEALDHGFVFLDVNQEIYAYQFNQYPRKVELTRRGIRLLGRYGQYVV
VLLDSSQIVCVNEKGEVREEILSYTFTKPFISLSSGALLTVNEGGKICLYARDTTTPIVSELQGTEPKLLSVPSAQPEDS
CLICFCDFEEGGGVTLDCGHRFHRDCLAEFSSRADGFRAKGEHVVFTYAVCPGGCGSQIRHAAAPLSEYMGRLRREINLD
AENRLREMKNKTVEELLYYICCRCEKPFYGGERRCFRSNNVEPVKKPCELICSECNDDFLCPVHKHNYVLYKCRYCCNPA
THLSFGNRYLCNRCDERWETTEPEPIACPGPGECPLKGSHSTDGSIPLGCMLCASFSAMHINLFSPS             
>Tcru_XP_816300                                                                 
MDPPFKETQFAYFPSSDSLSSPAGPLPNSGSFSSYSDTGKAGKSEDTFVVGEYRLSSCPICLERFTLDNPAIVVLCGHGF
HLQCLESWRQRASICPVCMKLMQGEGIPMMSARDTRRRRRYKGVNSTVTAAATARSSCDHRSVCMEPAMGDPMMAPPQCT
PPLGEEHIANTNRDGGVVWSVLSVLWSLSRWCSRGGE                                           
>Tcru_XP_815363                                                                 
MIGNNGDAELEEYVLLLQVVRDHMLRREHSGQPLVLQLQREGADGGDQVTLLLGQVMPDQPGIARVVPRQGDSPAVPDAS
LPFLADMGPLLLQALALQVLFGEQRRRMAAPLEKEAVGRLQRMKLNCGIVARLVSEEQGVCSICQESFSTGCEVYRLPCG
HMFDVRCLNQWLELTRTCPNCRFVLQDVDQQYKDVVAPVWWRSAGENEEEEEDKKFQSINTVAGGESLARSFPPTREVVG
DVNGEAHSDHSRNPQEVFRTQQQEPQQEQPQHHLGIPPPLVQSFRTSSLVPRGSTTDRETLLEGSGGNGFFPVENVLESG
LAEFEPVPPPDVPQRTGEGFHEHLIAEEIRTASSVNASRLGEIRTVGLVNRDPQRPNCLSTNEERRSLAGACEPSLPAPT
TREGAAAASSAFGRDPVNASFPLFQRVSADGGEHGITTFMPSSISRPPEETQRPRDETMIRNSSSNQQPPQPTAVAGSAR
NLVRVLRRQRAEEVRRVRLGNPNSNNSSSNSNGSIGDALDGNIARRQARYRPVVSRRYFSHSLPYQSPPLPPPLLAPPQL
PLQGNSEENQRRVGVFGSDRFVQHELRRLVGSRSQPGRGNRRNLERYEAIIRGRQGGRF                     
>Tcru_XP_815204                                                                 
MSTEGCRLPSLGSNLRAGRRKEKIQIWSAVALQQHFARGALLTSELPTLEEAPPPLPGGRLTLAQKMGLVPLPPPAPTEE
EWRRIEGTAVRRNVAMPLGANVCCICQEPFYATMEQGQILLSCSHVFHEQCFSRFEKLARRSHDKWDAKRLCCPVCRNRH
YHKRIFYAGKAMAERAAIVKIQAFFRRVLARKAYLKLRLENDSDFSGEYARERLTRLSDAYAAYAERREKERSAILDNIG
LRLQRALAQCTTREEWNTLRERADRAAATGGLDCPICFCAIQRNPHADDVQKGVTGEDVVAAFRREYDARMAQRRTTEIR
GERLSKVACRRSNCVNTKEQSKLTEYRPSTSAARLSKPLNPSSKNSNSRAGCMKTTGKTPGEPRYGLLLSCGHCFHDACL
SSFEHYTEMRAVEKGDAVLIPCCPLCRSVYVKVDY                                             
>Tcru_XP_815133                                                                 
MDPPFKETQFSYFPSSDSLSSPAGPLPNSGSFSSYSDTGKTGKSEDTFVVGEYRLSSCPICLERFTLDNPAIVVLCGHGF
HLQCLESWRQRASICPVCMKLMQGEGIPMMSARDTRRRRRYKGVNSTVTAAATARSSCDHRSVCVEPAVGDPMMAPPQCT
PPLGEEHIANTNRDGGVVWSVLSVLWSLSRWCSRGGE                                           
>Tcru_XP_814336                                                                 
MLADRRAIKENKITLRREVRENKNIIIKEIWRLSGAPAVANFFFFFTNIFLDQFNFLYFPFSSCVEMASGVTNGKVAAER
VSDDEICGICFTKIYPFDNPRGRLNSCSHIFCAYCIKEWAQSTNVCPHCKARFTRIFTVDPEGKEEITKVRKRNYRLWED
EEEEEEDQNNRDDNRVSTPIFFVCHVCGESDNASRMILCDRRQCSNTVHLDCVNLSEQPAGYFCPDCTRLRASVSVAITS
SSLSSATLLAATDAVSETPLNSERPKDDANDTDNSTPLVASHPEAVPPCQINGKKVFVAPPAWLQEAVERSTSQHLEARR



PLPLEAPTISSDFAPQTSSVPHETRRSGETPTVLPDEDEELHRSAEAAMQQFTQRQAQKEQQIRHRRQRQPGSPSYDPAL
LRATAQRSKRFHSSANVPMGCAETTDVLDPESRHREEEALARRLALEILPILRRNRILQEHRIYLGDNGSIVAASLPSKF
EGAQGERDLYNHAMTEGRRIARERMETKLGDARRRKERLIRVQAQRESVALAKLARIVASHRAVPRMK            
>Tcru_XP_812347                                                                 
MSNVDVSVLVLFDKEKVAVVELFYERVKPTRWLLVRSIPIDVTLLQALQCLNLCVSVCSSTTRGGRGDGACGSSGPGSRS
ADGCIGVVRVGCTPEEEQNYCLLLQFDTARDAKRVKNKLLHANLTGSSPTSSEHVCGMAKVKSSYIETDAGYDGVGIEGK
QHGGLEEENIDLEELCSVMHGGAASASTHLQGGCPGSMAWRNLEQQGGSHLAHSVLLTPMEDFCSICQEIASSKPFIVTL
CKHVFHLSCFSKHLEDVGQSCPLCRFSMASLKSKCYTCGSCSDLWTCLVCGWVACGRGHRHDALHHFESTGHSCAMQNST
SRIWNYRAKDFLHHQLAIELGDEDDVKALKAAAEDAPTNSRFNKGETGVTASSYRRSRWWWDKEEEEAALDLNAEHVHEY
YLGVMQQLMKEQSEYFEGRGETGVIKGGPGGVAPAVTTAEATSEPSTAMLRKLVTAEQRQRRRIFSEYMSGMRRAALREK
ISFYRLVKLEAVRNENLHEELFLQSQVIQSLHTHIEQTRRRIDEASRRGMEQLALKRATLESLQEKLDLLLKSMD     
>Tcru_XP_811415                                                                 
MMPMQRINFGDLNDGIDWVNALPPHIVAQQESNRALRAREQPPSLFMTWPLPEDSFPVPLSVRTRREPEARGTGAQGSIS
RRGVTNLQVGTVRPQRGRAQLSQTFSHHNQQLVPGTSRQVSEQFVSQPRSQELRRQAPSMGEVRSTFARLASSMMDSHIT
GMLSMVDEMMEMHRGPFQAALDAAAAFEERNIQIISTDGPRGHTEDPSYTRIEVSMQTSSNAAPQFSARVERGVMRPGQH
SHRNRSGAEYDIITGRRRVSLGVDAAANTTGGTRRGGNDGDWEINDFSFENLLRLDEGRRPTGLPLQQIRGMKGVPYSNL
KSKNETAKGSGNAPGEHREECAICLEEFSSGTLVLKIGCGHVFHHGCLVKWFKESNRCPKCRFEIPRQGERLR       
>Tcru_XP_810514                                                                 
MIGNNGDAELEEYVLLLQVVRDHMLRREQSGQPLVLQLQREGADGGDQVTLLLGQVMPDQPGIARVVPRQGDSPAVPDAS
LPFLADMGPLLLQALALQVLFGEQRRRMAAPLEKEAVGRLQRMKLNCGIVARLESEEQGVCSICQESFSTGCEVYRLPCG
HMFDVRCLKQWLELTRTCPNCRFVLQDVDQQYKDVVAPVWWRSAGENEEEEEDKKFQSISTAAGGENLARSCPPTREVVG
DVNGEAHSDHSPNPQEVFRTQQQEPQQEQPQHHLGIPPPLVQSFRTSSLVSRGSTTDRETLLEGSGGNDFFSVENVLDSG
LAEFEPVPPPDVPQRTGGGFHEHLIAEEIRTASSVNASRLGEIRAVGLVNRDPQRPNCLSTNEERRSLAAACEPSLPAPT
TREGAVAASSASGRNPVNASFPFFQRISADGGEHGITTFMPSSISRPPEETQRPRDETMIRHSSSNQQPPQPTAVAGSAR
NLVRVLRRQRAEEVRRVRLGNPNSNNSSSNSNGSSGDALDGNIARRQARYRPVVSRRYFSHSLPHQSPPLPPPLLAPPQG
NSEESQRRVGVFGSDRFVQHELRRLVGSRSQPGRGNRRNLERYEAIIRGRQGGRF                         
>Tcru_XP_809953                                                                 
MASGVTNGEVAAERASDDEICGICFTKIYPFDNPRGRLNSCSHIFCAHCIKEWAQSTNVCPHCKARFTRIFTVDPEGKEE
ITKVRKRNYRLWEDEEEEEDQNNRDGNRVSTPIFFVCHVCGESDNASRMILCDRRQCSNTVHLDCVNLSEQPAEYFCPDC
TRLRASVSVAITSSSLSSATPLAATDAVSETPLNSECPKDDANDTDNSTPLVAFHPEAVPPCQINGKKVFVAPPAWLQEA
VERSNLQHSEARRPLPLEAPTISNDFAPQTSPVPHETRMSGGTPTVLPDEDEELYRSAEAAMQQFTQRQAQKEQQIRHRR
QRQPGSPSYDPALLRATAQRSKRFHSSANVPMGCAETTDVLDPESRHREEEALGRRLALEILPILRRNRILQEHKIYLGD
NGSIVAASLPSKFEGAQGERDLYNHAMTEGRRIARERMEAKLGDARRRKERLIRVQAQRESVALAKLARIVASHRAVPRM
K                                                                               
>Tcru_XP_808192                                                                 
MVMPLGGNTAGDARYAFSHTNSLLAPGYGAPAGRAAPTEQNGIMREGNTGMHAATMSTTSTQRAPMPRQGSALMTNGLTV
RSQFSAYREGLFAQMQGRDVLAAAGGSPARGERFHARWDSSLETRNNIGGSRPVTLDAGSSDVARLRGYVVTPISIGSLA
EATQFAIPSSYATSPVVAREPVPAVTTTTTTTTTTTGHMMTSSSENSFQHHVKFDSPLSSGFEPTRDGPSRPPGLLVPPY
SLDNAPQPQNEGKIGVTNNETYSSLMSYGRNTSPSYHADPCMHALFPYCRQMPQNAIYSVAFRNAVNTTTPASNVLHTGS
FSAGRGLPAPYHNTGMPPPPLSYQEQTQQQPRLYPREIAAEASDQAGNPPMRRTRQRQESSFWELFERLSYRPSGQTRRG
ATNTGTQRRTGQGHEGGNHSFGGWLRHSRRVAEYTRPIIPSFSPVRPRPGTPPPPQTLLREAQSSRIALRFSSNHRPPRL
SELYLFEAAFAPDVDNMSYEELLELAERIGRVECGVSRERLQQLQVVLQPIHFGVTSSRQEKTGTARGSAPSPHDVQRSL
QAHEVESLTCCVCLDSFSVGNVATQLPCCRHFLHEDCSSRWFESQFRCPICTRDVRETED                    
>Tcru_XP_808021                                                                 
MYFCYVCQQFHNQHALEDVATNCEVCQSPIIEIVRDQRHYNELQAIVGGQQEQQQEHQPVDFLAEILHPLWPRLAENIGE
HIVIQFTIDEGPETSPRPCVSVDDLIGSFVTLPNGLQESDRLEYPEAFVSSSCTICLDSIVGSGVPVVILPCRHCFHKNC
IREWLREHPECPLCRAFVVPSQDTVAS                                                     
>Tcru_XP_807776                                                                 
NEVRQYVNDLPQRLTFPLQNGVVRMRLGNPLPIPDVGYVRGGYRCDTCCISNIQVAYQAMLYDDMDKAGVRSAVHFRNLA
NRVGFDMCVACAVYFYRDAVLRLSQFLGDHSRTFRVCPDADVQLHSFSTEGNVVKFTVSILPWGARPIVWIADKEEYNPP
AAWRSAVKIESCNQYDPSRRNGGSDDDQCAICLQLLANGTPVLETPCKHCFHVDCVQEMRSMMDDECPFCRRENVFTSCV
NLTGQLNMYKVQVDLPNEAKEIVLAVGSLLTSDGEYNNPTNIAACRSILVRHSCIMDFEAEGERNSPVS           
>Tcru_XP_806082                                                                 
MEDNNGPKRARSEAMEDTSSRSTTPLQVDQSTTPEATPARDPLLEEQMDQLGVDEDFKASLRCMSPNTRRDVMNDIIRGQ
QQERTTMATPFGLFSILGETSILPLFSGVDVRLSVEEDSEDEQRGSDGSRAHSSSRRMSPSSGADDRSENSRMETPALRE
QVLRSQMLYLLHIMRGSHIANTISEAIAQRSLGITQDIDDMSYEQLLELQERIGFVSKGITREQMQQCMQDVPWPKEGSC
VVCQSEWQDGTEGNERSVELKVCHHIFHQRCIEQWLGSNKTCPVCKKDVV                              
>Tcru_XP_805729                                                                 
MSNVDVSVLVLFDKEKVAVVELFYERVKPTRWLLVRSIPIDVTLLQALQCLNLCVSVSSSTTRGGRGDGACGSSGPGSRS
ADGCIGVVRVGYTPEEEQNYCLLLQFDTARDAKRVKNKLLHANLTGSSPTSSEHVCGMAKVKSSYIETDAGYDGVGIEGK
QHGGLEEENIDLEELCSVMHGGAASASTHLQGGCPGSMAWRNLEQQGGSHLAHSVLLTPMEDFCSICQEIASSKPFIVTL
CKHVFHLSCFSKHLEDVGQSCPLCRFSMASLKSKCYTCGSCSDLWTCLVCGWVACGRGHRHDALHHFESTGHSCAMQNST



SRIWNYRAKDFLHHQLAIELGDEDDVKALKAAAEDAPTNSRFNKGETGVTASSYRRSRWWWDKEEEEAALDLNAEHVHEY
YLGVMQQLMKEQSEYFEGRGETGVIKEGPGGVAPAVTTAEATSEPSTAMLRKLVTAEQRQRRRIFSEYMSGMRRAALREK
ISFYRLVKLEAVRNENLHEELFLQFQVIQSLHTHIEQTRRRIDEASRRGMEQLALKRATLESLQEKLDLLLKSMD     
>Tcru_XP_805275                                                                 
FVLDYANAYREYFTTVVELTNSSLFRLLCVNVFIATTFLFWLVACRVFFGKLNHTETELLRNSVPLYIAECVVGPFYFGV
SVLGPFGVAALFTVVLALLHGVARERTTTLHVVESPTERLRMLSGLTLFFLLAMPLDLYVVFDVFVNTARERDEYLTLKY
SAAIMYLQFAISNINFLVRLLFTEVIGESDHGPLAFYAELFFSLLKSSVFIVSFTYVCIVSQAPFPLLRVLINSAVDVVK
KIQSLVTYLSLTRFVHSMKNASEDILARDSCCAICQDEMKAEQNCKQLPCGHCYHEHCLRRWFEGMSTCPYCRADLLRHM
RKANRSVHFIIFHNRRRNAGNNENTNNNTNNNNAATSSAVPPSFTREGNAVTDTLRNSAYEQLNPTEEEEIRRAYARYCD
ARIHAASRVTGTSDQTEEQLREPAASIGIVSSLLEARGEHATRETLFFAATGGSNDSRTEGGAKEGETLKTVTDSDLIMR
RKYLQQLDAYREYEEAIRKASETLRRRLLAIETSS                                             
>Tcru_XP_804565                                                                 
MVNRNGNATAPAGSNLQGYETPCQLPPTSPLLLSHTSSSITGVGALSPVILVPATGATSPLSSQNAFTAGGGGSGGGGSG
VRPAQGAAPPTPAGSPMSPIVAVFDATQSLNNRSNGVTTNVSPLLLPEKLVVMGGTSFAALSSSLTNSNRANGNARSPKP
LLDRSPNDDLALEMQLLSGSPSCLFAASLCALPISPTRVAPVRGVAAREVGCVVLEPGSATDCAICLWSRDDGDSLTTVL
QSLSTAAKPNPAVHTTQPLESVKLCCSHVFHADCLQRWLLTSRVCPMCRREVVPSAGN                      
>Tcru_XP_802742                                                                 
MMTSSSENSFQHHVKFDSPLSSGFEPTRNGPSRPPGLLVPPYSLDNAPQPQNEGKIGVTNNETYSSLMSYERNPSPSYHA
DPYMHALFPYCRQMPQNAIYSVAFRNAVNTTTPASNVLHTGSFSAGRGLPAPYHNTGMPPPPLSYQEQTQQQPRLYPRET
AAEASDQAGNPPMRRTRQRQESTFWELFERLSYRPSGQTRRGATNTGTQRRTGQGHEGGNHSFGGWLRHSRRVAEYTRPI
IPSFSPVRPRPGTPPPPQTLSREAQSSRIALRFSSNHRPARLSEMYLFEAAFAPDVDNMSYEELLELAERIGRVECGVSR
ERLQQLQVVLQPIHFGVTSSCQEKTGTARGSAPSPHDVQRILQAHEEESLTCCVCLDSFSVGNVATQLPCCRHFLHEDCS
SRWFESQFRCPICTRDVRETED                                                          
>Tcru_XP_802258                                                                 
GAQGSISRRGVTNLQVGTVRPQRGRAQLSQTFSHHNQQLVPGTSRQVSGQLVSQPRSEELRRQAPSIGEVHSSFARLASS
MMDSHIAGMLSMVDEMMEMHREPFQAALDAAAAFEHRNIQIISTDGPRGHTEDPSYTRIEVSMQTSSNAAPQFSARVERG
VMRPGQHSHRNRSGAEYDIITGRRRASLGIDAAANTTGGTRRGNDGDWEINDFSFENLLRLDEGRKPTGLPLQQIRGMKG
VPYSNLKSKKETVKGSGNASGEHREECAICLDEFSSGTLVLKIGCGHVFHHGCLVKWFKESNRCPKCRFEIPRQGERLR 
>Lmaj_XP_003721565                                                              
MELMATMALDRDAINTVTLRLLPPSAAPGAAVSLWLLWHTIPITASLSRTLSRLVSIEASAMAQTPLDDTADTAAMYHAA
HPSHDQKARSPSAASASSSSSSASTSSALSTRTRHTCSTAEAEKTSWIELVRVGYVVSEIHAYCVLLKCRRAAQAARLKA
ALEEGAALGLTAPVEYVSDARPVVVTHCAFAERRGKVEAVGPDDASTTDHHPPRASARWCTGDHMVSLWEAIATVYPVRG
NGNSGDDGDGDSASDGDGEHHDTRGSLQRHHRYHHHPHHLQSSPHTASSAPVTPSPARQSPAASSVMRKGAAPPPSRHAP
TVTAAAAASTPKHMPLSSATAVGRASPSRPPHKPPHFPLAGRGGGGLGSLRSGDFCTICLDPLYLSACVTTLCQHSFHLS
CYAQLPSGSAECPLCRFSVYDLLNDARCKVCGTYEDLWVCLICGHVACGRARRDHQQKHYHASGHSCSWQSTTNRMRNLS
SRMFLHQEVALLLDEGGADDAATADSPHSIGSTTQLRSAEAGTSSVEAATTAMGATLSPSGADRVRYRSWSDSLVDSDLQ
EALNESKEEAVAQYYTQFLRQLAEEQQRWYEARLAERRRRRHERQMAAVAMAGGRRAENASSPAAEWLSHVAPSAHTALQ
CIALDERRLRRRVFSEYVQATISLLQAAQREYAGMAHMLRAVRDDAQQQVLLRSHFNSGLMAQVERVRQRTRELQRKGAT
AAQQKAAEEAELQRLVDEALSSL                                                         
>Lmaj_XP_001684160                                                              
MSRKRAAPSMRLEGPAAAPLLEEALLVHTRSALARNFMLITERTIELAAQPHAHCIVGDLDTLPGTAAVGGTAEPAGDDV
SSAKSLMLDARGASNIAMRAVLPCVQYFIVSECARVARVVREEGGNGYGDDPATRAAELLGFLLSMLDKYDTFSNLFAVA
CPSCRVAGVSYSSFSFLPQFLALSQRASADEIHLMDQKSLIERLGLLDGCRATTGQPLDVMECCPFGEAHLSLYLLIRTS
SGERHNWRLSRLWWQHVPFQLLSFPAIAKAAKAFETSMGQYTADRTRDLIRHQHMAANSGGKWAPPTCKQAKSPKFTAAQ
RALIKPKAGCLTWAEELLRAILPETATHPWHRNSADLQSRIRSCYAYTCADVNHGGYFSATLEPPLSLLFSTFSTGSFAS
TASFVQARLLFAHMKVCQHVAEALLRGGCCSCHSRHDAAAGEVLFVEAHGPFMTALRHCRDESYLLTGNDTVTVGRTASA
AVAVDAAEETTTAPGAVAAGGCQEAATFYAAGSFSRFQTTLELTGSMNAAQIVSYVTQVTAESTETLPAAQMPRQYIRAE
LKRHQLENVQRMWNKECEGYRDHVSVPLYHVDTAAMPAARQVGVMYYCAATNETIVVRGSGGPVVAGREAEAEAWNAAGG
RIRGGLLCDNVGLGKTLSILTLCAYDRAVREAGNSGGEEAEALVGEIALATRKVWQVSAKTETMRNCMLRSTREVLHWAF
GNFRAGIVPHPTAPTRLPHTTLVVVPLSIATQWIEEIRKFYPTASYILFYGAKRAQYTAADMQRADFVITTYETLSTHLR
QEACGLQFWLARVADEADDAVCAKAASHGWSNLMPSELFAAVQQYASEVVWPAAGGMREAGGIGRGLEMTHICDCTVVPL
PQGGQRTCGSHRSDGRGHAPLGSGEKLQVSSPASDTTTSSNTWTLELDGVDGVSVFRCPTLSITVTFDNSVVDATARSVD
RHTRLPGTGAVSDAFLDHTWELLRVYSATTTSLPVWQDAVTQCRLFDDQGSPSDTSVFLALLYHAAEEYTLPDSARRELV
RRVLLPPLWRVLAGYWVHMKAHYADVAVAETTGRSALRVTDLLFRRVVLDESQKCSATSLFHLLSGERRWAVTGTPLNNN
KTESLGFALRFLGMHSAARLLSRPPFRHASLTHAYLNTHNVLSASDAAGHSLADSVNRGLRSLWVRHHSDTLPVSVANGV
AFCLCAQCVQRDLYSASEASFTNIPSEYRLWTPPRDLQVGLPCLPNSLFEVLTLTMVRHERDEQVSRELQLAPARYHVHS
AALTADEMRLYDRVALVIMNVAARLHRQGILSSRMGYVMQWVQDLCRLCLHPSRVGNDKLLRGDIEAHMLRGVRLMSDNG
VCGAGITEVLAASFVAATPQEALEWVKLVAAARKPGLLRDSSVPEETATTLAELAQVPPLLPPCGVCMDTMAEPTLLKCF
HMFCKECVLGVIDASREVAGNASAKCPYCRDRKSMLEEKRVVTVDTAVPVKAAAETRHDDDCCRTATAHSGDEEVDVVLA
SIGNGSRVRAFLEVVEEIWRTQPDDGVLVFSKYPTFLKLAHDAVVAQGYAPHMVCGASSLAQRQRAMRAMQPPSGASVLA
APYSVCHVAQRKRRPQLDLRQPSRFP                                                      
>Lmaj_XP_001684121                                                              



MLLHEALVHTECPICLQPLDYRLRPPPSRPASPPSFGTSTVAATGSETTSSTTASGHSPRSPLQLSGSNASGRAGEFCIT
FAPGVYGSDATDPWRPSLAVLSPASPHEAPSPSGQHIVAHSELCSPFSGRGADLSGSGHTANSSSDEGAAGVVVLPCGHL
LHYLCAMQLCEYAIHPSCPVCRLKLASGADLILFRPQLRVSLIAAAQASSGVSFDGVYIEGEHNSAISVRKRSRLEEAER
EDDHMQCTDGHLADGEDTSSVQACSPQSGSQRGCVPGPAVAHTSTSQSGGELSAPLLILGDDLEPTDTCAAPKTQGSPAT
SRQSSGGDADANQGEDDIMIIGARQLPPSQAYAELLLRTTATWAARAETLKARVEHLERSQQLLQSDCTELERTLTVARR
RREVLLNLPSSKDEQDALPSAQRLRELRRLCLETRTAMSSTTTQLAEAVRGHAEVRRQTEKYMRKLSRLESGTGIGRAGG
DTTTAAAAKAGLPPPLSRRQPPQGGAAPAGEAAAAALDGPH                                       
>Lmaj_XP_001683828                                                              
MSNFAKHPDLTLNERLVWRPAKGKEHVYNYIVQKSPTARARCRKCSQLIPKGEMRVGVPIRHNAGDNGWISAWQHLGCTR
MERSESEDYKNTMHGFAALQPEEQAHVVNEVHSTEMPEHLKPLDPEDLVHRGKMEQMAPPSTLLRHLLPYQKEGMGWMVR
QEVESPVKGGILADEMGMGKTIQTVGMMLAHRINGPTLVVCPVSSMLQWEAEIKEHVVPGSLSVVVVYRTTKVTKEELES
ADVVLTTYPMLEQAWRALISEIKVPCPYCELLFIPRQLVVHNKYFCGPRAKKTQKQAKREKHTTPAAASSSRSVQCAETI
RKGLRTLHVDMGDEEDAEKEVNAPNATTAQPQRKRGRKGAVNIEGDPGGKVNGCGTPTAKKGKQEEWGSKVANGCRSSPE
KANRKCPVKAEDHNDEGAALAQKGKVLQPAAASRGVVGPIGMYQELMREAGRTVLSRWDAARKDDESSSDEEVEDESSEE
SDSDASNLSYNSAAAAAEEAAAAEQASKALEAFRCAACHFQLLRYPFCPRNGQHHVVREELRDIIERDTGGDDVDLDASI
FHSIKWARVILDEAHRIKGRTTSTARSAFALAAEYRWCLTGTPLQNRVGDLYSLLRFLRMRPYAHYYCETEGCSCASLSH
PFSSTSLHQCVFCGHGPLQHHSYFNRYILNPINRYGYIGDGRRGMMMLSNDVFSRAMLRRTKVERAADLQLPSLTIQVHC
IKLTKEERNFYESLYKKSTAEFDTFVHKGTVLHNYAHIFQLLSRLRQALDNPLLVMEGMDVGPVVNVKGVCGICGDGIEG
ESALKVHPCRHQFHRLCLGQFLESAPDKELHCPTCFVRINVDLRQLRQDAEGDDDEGVGGFAAALPPELEDEVNSEISED
DEQTQALQHVESKVKRRTAHARPTKKEQRGIFARLDPQKPLHGTKLDAIANYIEEVPKDEKVVVFSQFGSMLDLTQYWLQ
RRSIRAVKLCGSLTLTQRQSVLQAFLHDQNVRVILISLKAGGEGLNLQVANHVVLTDPWWNPAVEMQAVQRAHRIGQTRP
VHAVRFVTEHSVEERMVDLQDKKMLVFEGTIDGKLQSLNKLTEEDLQFLFTR                            
>Lmaj_XP_001683526                                                              
MVESLARAHTQVFFHRNKVMCISAGSTEVAVYDPLCSVTEIISLPYRVVRAEPADHGFVFRSDCNRVFGYDFNKGLTEVM
NGCSITGFLGHYKQYAVALLHDGDERVVGVTEAGSIVELDAALPCVPFTSLDDVVLYTSENEVVSLKGGSAVSPVGEVHL
SSSQPTDSEVLCTVCLCEFDGDDGITLDCGHYFHKECIEQWVGNWMDFAAKGEHVKFTRAVCPGGCKHLVRHPLLAQSKQ
ISELYTEVTAKKAEQLKHFDATKAQHEFLFYLCGRCGGVFYGGDQVCSRMQGHEPSSSPQELVCDTCIGKDHRTCNTLMA
VFKCRYCCNPATQRSFGTRFMCDRCIARWDTAEPALIPCPGADSCPFHGNHPEPVCNIAACLTCLDPAMVSHIFDRVAGV
ADGAGGGTD                                                                       
>Lmaj_XP_001683082                                                              
MFPSGFPSSAAGSGNSTADTTAPHMHVHTVVINVGDADGTAVGGNAGVADVFSGVPATVSAVMAAAMDLSNLPGLVDLLS
DTTPASTAAREWHAQGCPPFSPEEVISTFDVVQLPLSSPVTATASTSHGDTDGADTAGSPSPPAPEVKECPICLEPLFQT
SVVRAAPESVPSSAPSLSELPTAGREKPATASESPPLQSQAPSSPPSVPPSDAAASADAARPLAHDDTAEATKDAKTVRE
VYCGHRFHESCILRWITLGHYSCPLCRSPFVFE                                               
>Lmaj_XP_001682294                                                              
MNFAEAFRDAVGEIPYTGDELINALRAARALLASLPDDIHLEQKKRFDRQNRRLSGEVIDIPVSESESSEEDKDGDDEEC
AEGSRRTGTGKGTAVDAGAISAADEVAAPSSQFSTPAALPPAAASEGANDGGAVQSIATTLPADQASHLAASHGSLRDGS
GFVSPASLHSGNPLLRSEATSSCDAPREPAKTHGQRRHRGTSSEQRHRASPRPWDNCDARHTPSASSTTASSLSCDVDDE
KRERVRQLELYDQSPSKWLHQFICIGAKLFGEQMEDYFRAVHTLIYYMAVRRKRVEQRCQYLRNRAAQEGTEGVDARLSD
AAARAFSYTSRVSCEMAVTAVHEDGAAASASEEAMKNIESSDDNDEDDDGEVLEGFYISREVKRSIRVGLPDNAFRLRDS
IHNFFFSCYATVIIQGSVSVAQIKQAAVEVVRICRCVLTWPRYPLNLRAQWADDREDQLRQFLNKWLGEANGHLVTLMMA
PPEAPAAVGRRAGAQSEADVDNSTTARSSPSTVDAESIMADDGSSRHDGNDDSEDEDSEVAVGPNSVNVPQQKVFLGPQT
RGEDAIAMAYEFVRSPAPHSTPLARLVADTVPGKSVGTLLPCIEQPERRTFNDGFCRLAPSLSQKELELITELMQLPLTE
MPVVNEDDKGNHDQRSLHEAEKAIVKHWASPTYDPRGGELTVLINPTNAFRLQLSNPIIFSLGGVQCDMCCVTERRVSFQ
AVLDSGVRSEVVLEYEGCIGYDVCVACSYYYYKSSEMRLLRAVHPNPHLRAPFAFGRFSKTRVHTIRASACEESEGDMTV
EVVMGVSPYGVMPVGWVLPVDRLAELSAACPMLAEETELTAAVHATLPVPPQDWKQHCTIANISSLLAETDGRCDTAAAM
ASRHALAAGVADDHLIDEADVCPICLQLLHSLLPVLRTLCGHCFHVECIGSHYHYKPAVVDGEVNENNGCPVCRCSEYMP
PLTDADAMVRTNVYKLMLRVPADEVAKGRGARAREWGGGCAIAVGTILTDDGAYHNATNIASCEAFYGVMPGFDFTRHDT
AGARAMEAASPAVP                                                                  
>Lmaj_XP_001681208                                                              
MKSLAREFRELEATSQLPPSTPQQCVAPSTVLLPAAVGTVPPQLSPFVANTAAALSPQASRQMCMAPLLGLSSFPRSPLH
NGSTTLQTTNDGCPDTRADRVGSRSCSVIDSFGRSSPPTPSVALRIGDGSRNSGPSGTAHAHAAPAARSADEDSALDPLT
SSSSPTATACLSQGTPENSLMMNTTSATATANRTGSGSRRSSRSGARLDRDRRCSTTPPYTEVHAHHQQPRLACDTSLAW
VLTPACDPSGLSTPGVGGAASQAGSVHHYAPPFPSFAKSVCALHPLTDVMEPTTAAPAAAPSIPPRAASREQVSSRPPSM
AAKQETPHQAPGQPQGPLSTTTVTASPMSPTTAPVQLSLQEKLLISAPLTPRSGRGTPSSTLHVAPSPPRRRCSSATNPS
ISTVGVKPDSGKSRRGGSATTAAAATAMAAAFTSSQLAPSPAAPATATLPSPPPCMRLRSTGDGNSARSNPNNMSVCSIP
SAVAVVPIEVQPAILSASPSFFATSPCQSPARAAVSASDSGAFIYGVAAASAVPYTPSAPKMAAIEQPGQASADPRASAT
PPLQRNPASPTAQPVQNPAYWSVPCTPAVPMTVFLAAPEMSWHSLTGGVTTPPASSIGVAIPDPCSQNFFVGCSVRGTGT
SILDGCSSTASIATPLATSPASSAALDPQRTSGNRGATRTSAGQTYRNVLVYGGGGTSGQGGGCATAVTASGSSHGLGLP
LYSSQPQLLCTPVPLEDTESVCAICLEGRASRTRTTETRETTALPSTPLQPPHAAGEGARQASDSAAAGMCDTTPADEGA
ERGAVRGVKPGSCLLSLPCGHCYHQNCLQRWLMESQSCPTCRRDLTRDATIS                            
>Lmaj_XP_003722645                                                              



MSYSTNCDEGQVILSCSHVFHARCFRSFERYVRAQQRADALRIGEVSAPLACPVCRTQSYYKRIFYEGKAVAQRAAIVKV
QAAVRGLLARRAYIKIKLQNNPEFRTRYVQERLARLSAAWQTFCAEQEQRRAGLQTALTVQQEMARAAFLSEEAWAEIWR
KAVHGPSTSSEPGSSAAPSTAGASVQCPICLELIHCSQCPGTGAAASHAGGVRRLTGKDAVAAMWAAYEARKVAKRLPSV
EPKAARASAGALVRSAVKGAAQRKTGNSLTPMPGAVASVRDGKVASSRAPEHRAGRQKGFAQPTAAAPWPEHANAFAALS
SAPGVDAVGAHEAAVVLPQSGILLSCGHCFHAACIDCYERFHERRCLDMVEQDGGAVVAFPSRCPVCRSGYAKHPM    
>Lmaj_XP_003721927                                                              
MLSTMDSRASPVCPSPSSKSYTTRRVCSPVVLSLVEDNLRESCSGETFGSSQPTSLTSSGGGPRTSALSPRRTGKSVLRA
EERESPLTTYTPNSRPRRKSDTAVTLSSSASVQGSQEKGSNSKLRAVKLCKVSVPPQAPHTSTSLDTCTSPVQRSVSSQQ
ARRSVSLTSSVLTSRPTEEFAASSTPSNPPLTSGSPAPSSLREHSVSISEEADECCICLEVYTNENPMFRGACQHHFHLP
CLMEWKQRSSLCPMCCAETLRGIGDFEGSHHSGAADPAEVARQRAIAKRDAEIARNLQHSYLLQAQLRGRQYAYATQAVR
SFQALHSGSPSSSTSRSPLHATEVEEHPLSTLPVYNRCNAQRLGGIVRQSPPLDNVRQPRATANVHSQLTAPPVHPSTEE
SRRSRSKPQAGCAVM                                                                 
>Lmaj_XP_003721863                                                              
MSSPSPSKSPASSPEVPERRCVTASAAPATSPAAPLESTEKYENICGICLTDIHPVDNPRGRLNSCGHLFCSYCIKEWAK
NTNVCPNCKARFTRIYTFHADSGKEEETKVRKRNYVAWETSYYDEEGEDDAANEEALLNSVLCDVCQKSHNAARMIFCDR
RQCVYTAHLDCLGLAERPLTFLCAACTKLREEEGDDHVPLAHSFSATLFAAASPEPPVPPTPVTVAAAPTRRRATARAAA
TPAVAVQTRATVAAVDTGGSGPSVEAPTSVFSGLASTSTVTAAPTSRVPRTANHSAVERPKDRRSPSSASSSPSMRTESS
TMPRAPIDFSKPHLHLMTPATTTSRRSLRHTPAPLHTGVASAADQDYYFLAPTSHAVAATIEFHRVKQARAAEAQIRHQR
ERAKTERLQAACSVHHSDLLLSGARKRAHRSVADEVIAELESAEEEFRDPQQRRLMEERMVRKWAADMLPVLRRRRYIEG
DTATTESDLWAQATSQARTMVRQKLGAKSESLRRRREQLVRAQAQREAAALAKLARIIAQHREGSLGVN           
>Lmaj_XP_003721779                                                              
MWVGECPDRIRKRISAATKSRMVIQTLNDPTRFAVCDIQGKNHNCTIGNPHMCSCGATQPCAHTLSVLLLFFKVSEENPI
VWQRYINEVELSDLIDQRADEGKCIFCRESTGSVGSCEKCGAHFHQLCLELASKSGRGNCNTCPKCCGMVSRSESKSDTC
CSNCSVPCKTENYTCLFCPDYCLCRRCYTLCKAHPSHPFSCSKLVNPAPSTCSVASHSMGDLQYREINPEDYDALIALDN
DKRKPLGEEELSNLSVEYFSVCPRKNDSCPVCLRRFVASNRCIALPCGHIMHHKCGFKWLSEFSDVCPIDNRKVCKWSNT
QDARTVGEVKASLQASTRDGTTLRIPSKITSVKLPAIKPREWK                                     
>Lmaj_XP_001686872                                                              
MYATVPILTLGPYSLALVVGLLLYWNTSLIVSRVLAAFIVSMIAMKVDLAFHLFFSCCHRAASLLCRFRTFWSPDDSLDF
LQTQSQFYSIADVVSLALLVGNALQFWTAALVTRIALSALATRTELSIRWWQSQSAAEHVLFALGSLLCCTGCALQWAYY
TLLPTEERTQGGTVSLLMWYTSIVYIVEVGLRSACTLATTVMRMWGYRVLESLASQVDHIAVRALEDSGLNPFTEVHDLY
MQYLYAVACAATAWYYTSSSTPMWMQCFMLVRLYFITLASGKLHHYRQVLDRFPSVAADPTKTCGICLDDFVHGESVKCL
PCGHTFHGACVRSWLIRAAVCPTCRRPAAQSRHQHFAAAHHEHISQQPRVSLDMRVPAVGGGFTGSLQPLAPRLPASAPL
ARASSRYMSRSGADALSQSPSLPVELRRLPHYEELQRVDAKRRSLALHRQQQQLFSEGTRTAASPEERHKEGTEGCVRDQ
SAAVDALLFTETPLLPAESTPLPPYHGTSGRRKRQRPPPESTAGSVTRVRNAASSGVAATEDLPSRRRME          
>Lmaj_XP_001683787                                                              
MPLYMPSAFSCHGIDTSIRQITTAQALERTQQLWEIVKQRSTEDGLLPRSMYVEVLRYTARRILVKLEDAGFDADTWRTY
TSFLTQAILAYGTAEAQSYLCIVERLMSAVLAFPTRPVPLLKEYLHCAVAQSTQRNEELLVYMANKPFGKLPPLARLPDL
EYGDDFVARVAPHSVMDVMSVLERLPSQLTFAHSHAIVHLKLCNPLKIPGCGYVSAGYFCDTCRLRGIRVGFQAMVYDNE
GADGAQSKCSVRSDAQINHRKSYGFDVCMACAVFFYAQQQQHLLALMHAPHFAYAFGHAAGVTVLSASCRARWHSVRHDS
TSFQHLGVTAASLSSHKASNNSIAATEAHERSDNLLGAVVGYTISSFDPDEGVAVPKSMAIKRPPVRPPVRKVNGNATAA
PQPPVTRCVASAGFVVSFTLSLAPYGARPIAWVLSDADKRVDMQHMDEMLAQRLGPESDWRSCVAVRRKTQMPLRAGVTR
RSAADMPAATPHSAKPAKSSHASHRLFGDKTLPHGPKLLPQVLGTSSRLVDVNDDLDTCAICLCPVEGENPIIETTCHHW
FHVGCIEEHTHTAGDVCPLCRATHILPDMSRAAALARNIYHVEVTLTDEECLSPCVDVCVGVILTRDGNYHDATSIAAAE
CVRLYPIQMKGSGQQVSQACP                                                           
>Lmaj_XP_001682253                                                              
MYFVSPVPSHAPLSQSEEAITRGSVMQGNLHTKAAAAASVASVPAGSHDASCANLSDYLNEDSVVGDLETYDVGEYHLTT
CPICLEHFTLDNPAILLKCEHGFHLQCLESWRQRSSMCPMCFAPVVGDQGRLMSSCDVRTRRRMQRKPPAAPHRAAERNA
LITPTASQRIPQSNCEVEHASEQDEEIEVIEVTSGKGSVHWVWSWLRKCCAF                            
>Lmaj_XP_001682059                                                              
MVGRTSVVAYVVSSFLACSLFLADYANTYREFYPAMVALANSSSFRLLIVNTVIAFTVVLWMMLQWCFFGQLNASEETAL
LTSFTLYTVECVVVPLYMDQPIISAASFFFLFTLAWRVLHKLASERVTTLSTVQMTWISATRMPAYLCFAIICDVGLLTW
MIKTRPELNEEKAAMHYSMILIYMLLLSSSLRSTVHFASLFVLRGQHTLLPFVADAVTSIAESLLFVSVYAYIFYKAALP
LLLLRGFVGHVLRIFEKTSGLAEFLVLARRVRNSMPDATAEDLARDVRCTICYEDMVPGGGTKRLPCGHCYHIDCLERWL
EGHSTCPYCRANIMQMRGGDSAVVPPTAEAEPAPAGVVEGAEAPGAQEGTPAHQQPTDTTDDMEAEIREAYERYRQQLCP
PPSAASSAAATGSHSAATRADSGSPHRATLPPSHGMATPQTADQLKMKAYQKYHKRLREAERELQIDLQLAEEAGYAP  
                                                                                
                                                                                
*******zf-RING_LisH***********                                                  
>Hsap_ENSP00000249007                                                           
MKRLSLVTTNRLSPQGNFLPLCTFPLAVDMAALFQEASSCPVCSDYLEKPMSLECGCTVCLKCINSLQKEPHGEDLLCCC
CSMVSQRNKIRPNRQLERLVSHIKELEPKLKKILQMNPRMRKFQVDMTLDADTANNFLLISDDLRSVRSGLITQNRQDLA
ERFDVSVCILGSPRFTCGRHYWEVDVGTSTEWDLGVCRESVHCKGKIQLTTELGFWTVSLRDGSRLSASTVPLTFLLVDR



KLQRVGIFLDMGMQNVSFFDAESGSHVYTFRSVSAEEPLRPFLAPSIPPNGDQGVLSICPLMNSGTTDAPVRPGEAK   
>Hsap_ENSP00000258349                                                           
MPVQAPQWTDFLSCPICTQTFDETIRKPISLGCGHTVCKMCLNKLHRKACPFDQTTINTDIELLPVNSALLQLVGAQVPE
QQPITLCSGVEDTKHYEEAKKCVEELALYLKPLSSARGVGLNSTTQSVLSRPMQRKLVTLVHCQLVEEEGRIRAMRAARS
LGERTVTELILQHQNPQQLSSNLWAAVRARGCQFLGPAMQEEALKLVLLALEDGSALSRKVLVLFVVQRLEPRFPQASKT
SIGHVVQLLYRASCFKVTKRDEDSSLMQLKEEFRTYEALRREHDSQIVQIAMEAGLRIAPDQWSSLLYGDQSHKSHMQSI
IDKLQTPASFAQSVQELTIALQRTGDPANLNRLRPHLELLANIDPSPDAPPPTWEQLENGLVAVRTVVHGLVDYIQNHSK
KGADQQQPPQHSKYKTYMCRDMKQRGGCPRGASCTFAHSQEELEKFRKMNKRLVPRRPLSASLGQLNEVGLPSAAILPDE
GAVDLPSRKPPALPNGIVSTGNTVTQLIPRGTDPSYDSSLKPGKIDHLSSSAPGSPPDLLESVPKSISALPVNPHSIPPR
GPADLPPMPVTKPLQMVPRGSQLYPAQQTDVYYQDPRGAAPPFEPAPYQQGMYYTPPPQCVSRFVRPPPSAPEPAPPYLD
HYPPYLQERVVNSQYGTQPQQYPPIYPSHYDGRRVYPAPSYTREEIFRESPIPIEIPPAAVPSYVPESRERYQQIESYYP
VAPHPTQIRPSYLREPPYSRLPPPPQPHPSLDELHRRRKEIMAQLEERKVISPPPFAPSPTLPPTFHPEEFLDEDLKVAG
KYKGNDYSQYSPWSCDTIGSYIGTKDAKPKDVVAAGSVEMMNVESKGMRDQRLDLQRRAAETSDDDLIPFGDRPTVSRFG
AISRTSKTIYQGAGPMQAMAPQGAPTKSINISDYSPYGTHGGWGASPYSPHQNIPSQGHFSERERISMSEVASHGKPLPS
AEREQLRLELQQLNHQISQQTQLRGLEAVSNRLVLQREANTLAGQSQPPPPPPPKWPGMISSEQLSLELHQVEREIGKRT
RELSMENQCSLDMKSKLNTSKQAENGQPEPQNKVPAEDLTLTFSDVPNGSALTQENISLLSNKTSSLNLSEDPEGGGDNN
DSQRSGVTPSSAP                                                                   
>Hsap_ENSP00000282369                                                           
MSESGEMSEFGYIMELIAKGKVTIKNIERELICPACKELFTHPLILPCQHSICHKCVKELLLTLDDSFNDVGSDNSNQSS
PRLRLPSPSMDKIDRINRPGWKRNSLTPRTTVFPCPGCEHDVDLGERGINGLFRNFTLETIVERYRQAARAATAIMCDLC
KPPPQESTKSCMDCSASYCNECFKIHHPWGTIKAQHEYVGPTTNFRPKILMCPEHETERINMYCELCRRPVCHLCKLGGN
HANHRVTTMSSAYKTLKEKLSKDIDYLIGKESQVKSQISELNLLMKETECNGERAKEEAITHFEKLFEVLEERKSSVLKA
IDSSKKLRLDKFQTQMEEYQGLLENNGLVGYAQEVLKETDQSCFVQTAKQLHLRIQKATESLKSFRPAAQTSFEDYVVNT
SKQTELLGELSFFSSGIDVPEINEEQSKVYNNALINWHHPEKDKADSYVLEYRKINRDDEMSWNEIEVCGTSKIIQDLEN
SSTYAFRVRAYKGSICSPCSRELILHTPPAPVFSFLFDEKCGYNNEHLLLNLKRDRVESRAGFNLLLAAERIQVGYYTSL
DYIIGDTGITKGKHFWAFRVEPYSYLVKVGVASSDKLQEWLRSPRDAVSPRYEQDSGHDSGSEDACFDSSQPFTLVTIGM
QKFFIPKSPTSSNEPENRVLPMPTSIGIFLDCDKGKVDFYDMDQMKCLYERQVDCSHTLYPAFALMGSGGIQLEEPITAK
YLEYQEDM                                                                        
>Hsap_ENSP00000283632                                                           
MDQCVTVERELEKVLHKFSGYGQLCERGLEELIDYTGGLKHEILQSHGQDAELSGTLSLVLTQCCKRIKDTVQKLASDHK
DIHSSVSRVGKAIDKNFDSDISSVGIDGCWQADSQRLLNEVMVEHFFRQGMLDVAEELCQESGLSVDPSQKEPFVELNRI
LEALKVRVLRPALEWAVSNREMLIAQNSSLEFKLHRLYFISLLMGGTTNQREALQYAKNFQPFALNHQKDIQVLMGSLVY
LRQGIENSPYVHLLDANQWADICDIFTRDACALLGLSVESPLSVSFSAGCVALPALINIKAVIEQRQCTGVWNQKDELPI
EVDLGKKCWYHSIFACPILRQQTTDNNPPMKLVCGHIISRDALNKMFNGSKLKCPYCPMEQSPGDAKQIFF         
>Hsap_ENSP00000320623                                                           
MEQCACVERELDKVLQKFLTYGQHCERSLEELLHYVGQLRAELASAALQGTPLSATLSLVMSQCCRKIKDTVQKLASDHK
DIHSSVSRVGKAIDRNFDSEICGVVSDAVWDAREQQQQILQMAIVEHLYQQGMLSVAEELCQESTLNVDLDFKQPFLELN
RILEALHEQDLGPALEWAVSHRQRLLELNSSLEFKLHRLHFIRLLAGGPAKQLEALSYARHFQPFARLHQREIQVMMGSL
VYLRLGLEKSPYCHLLDSSHWAEICETFTRDACSLLGLSVESPLSVSFASGCVALPVLMNIKAVIEQRQCTGVWNHKDEL
PIEIELGMKCWYHSVFACPILRQQTSDSNPPIKLICGHVISRDALNKLINGGKLKCPYCPMEQNPADGKRIIF       
>Hsap_ENSP00000346342                                                           
MKRLSLVTTNRLSPHGNFLPLCTFPLAVDMAALFQEASSCPVCSDYLEKPMSLECGCAVCFKCINSLQKEPHGEDLLCCC
CSMVSQKNKIRPSWQLERLASHIKELEPKLKKILQMNPRMRKFQVDMTLDADTANNFLLISDDLRSVRSGCITQNRQDLA
ERFDVSICILGSPRFTCGRHYWEVDVGTSTEWDLGVCRESVHRKGRIHLTTERGFWTVSLRDGSRLSASTVPLTFLFVDR
KLQRVGIFLDMGMQNVSFFDAEGGSHVYTFRSVSAEEPLHLFFAPPSPPNGDKSVLSICPVINPGTTDAPVHPGEAK   
>Hsap_ENSP00000363095                                                           
MAAAAASHLNLDALREVLECPICMESFTEEQLRPKLLHCGHTICRQCLEKLLASSINGVRCPFCSKITRITSLTQLTDNL
TVLKIIDTAGLSEAVGLLMCRSCGRRLPRQFCRSCGLVLCEPCREADHQPPGHCTLPVKEAAEERRRDFGEKLTRLRELM
GELQRRKAALEGVSKDLQARYKAVLQEYGHEERRVQDELARSRKFFTGSLAEVEKSNSQVVEEQSYLLNIAEVQAVSRCD
YFLAKIKQADVALLEETADEEEPELTASLPRELTLQDVELLKVGHVGPLQIGQAVKKPRTVNVEDSWAMEATASAASTSV
TFREMDMSPEEVVASPRASPAKQRGPEAASNIQQCLFLKKMGAKGSTPGMFNLPVSLYVTSQGEVLVADRGNYRIQVFTR
KGFLKEIRRSPSGIDSFVLSFLGADLPNLTPLSVAMNCQGLIGVTDSYDNSLKVYTLDGHCVACHRSQLSKPWGITALPS
GQFVVTDVEGGKLWCFTVDRGSGVVKYSCLCSAVRPKFVTCDAEGTVYFTQGLGLNLENRQNEHHLEGGFSIGSVGPDGQ
LGRQISHFFSENEDFRCIAGMCVDARGDLIVADSSRKEILHFPKGGGYSVLIREGLTCPVGIALTPKGQLLVLDCWDHCI
KIYSYHLRRYSTP                                                                   
>Hsap_ENSP00000383096                                                           
MEVAELGFPETAVSQSRICLCAVLCGHWDFADMMVIRSLSLIRLEGVEGRDPVGGGNLTNKRPSCAPSPQDLSAQWKQLE
DRGASSRRVDMAALFQEASSCPVCSDYLEKPMSLECGCAVCLKCINSLQKEPHGEDLLCCCSSMVSRKNKIRRNRQLERL
ASHIKELEPKLKKILQMNPRMRKFQVDMTLDANTANNFLLISDDLRSVRSGRIRQNRQDLAERFDVSVCILGSPRFTCGR
HCWEVDVGTSTEWDLGVCRESVHRKGRIQLTTELGFWTVSLRDGGRLSATTVPLTFLFVDRKLQRVGIFLDMGMQNVSFF
DAESGSHVYTFRSVSAEEPLRPFLAPSVPPNGDQGVLSICPLMNSGTTDAPVRPGEAK                      
>Hsap_ENSP00000420465                                                           



MASQPPEDTAESQASDELECKICYNRYNLKQRKPKVLECCHRVCAKCLYKIIDFGDSPQGVIVCPFCRFETCLPDDEVSS
LPDDNNILVNLTCGGKGKKCLPENPTELLLTPKRLASLVSPSHTSSNCLVITIMEVQRESSPSLSSTPVVEFYRPASFDS
VTTVSHNWTVWNCTSLLFQTSIRVLVWLLGLLYFSSLPLGIYLLVSKKVTLGVVFVSLVPSSLVILMVYGFCQCVCHEFL
DCMAPPS                                                                         
>Hsap_ENSP00000422215                                                           
MAVQESAAQLSMTLKVQEYPTLKVPYETLNKRFRAAQKNIDRETSHVTMVVAELEKTLSGCPAVDSVVSLLDGVVEKLSV
LKRKAVESIQAEDESAKLCKRRIEHLKEHSSDQPAAASVWKRKRMDRMMVEHLLRCGYYNTAVKLARQSGIEDLVNIEMF
LTAKEVEESLERRETATCLAWCHDNKSRLRKMKGRQNKHEAKTGRKSRAASSSPKESLDLGMETLKGKPELSCLEFSLRI
QEFIELIRQNKRLDAVRHARKHFSQAEGSQLDEVRQAMGMLAFPPDTHISPYKDLLDPARWRMLIQQFRYDNYRLHQLGN
NSVFTLTLQAGLSAIKTPQCYKEDGSSKSPDCPVCSRSLNKLAQPLPMAHCANSRLVCKISGDVMNENNPPMMLPNGYVY
GYNSLLSIRQDDKVVCPRTKEVFHFSQAEKVYIM                                              
>Cint_ENSCINP00000002489                                                        
MSTSSAMDLKVQEYGTLKVPYEILNKRFRSAQKTIDRELHGFSGSLTDLEKSVGVGTSNENVMKMLDGVIEKLQSMKRKA
VDAIELEEASAKLCKRRVEHLKEHASPIPSVVAQWKKTRFDRMVVDHLLRCGFYDSALKLAEESNIKDLVNTDVFITAWE
VEQSLERKECETCLAWCHDNRSRLRKLKSPLEFSVHLQQFIELVRKNQRLEAVCHARKYLNTAEGAQLAEVKQAMGLLAF
HHDTPVSPYKDLFSATRWQQIKEQFRYENYRLHQLGDLSVFKVTLQAGLASLKTHQCYNECTKSTDCPVCSPIFNELAKP
LPFAYCAQSRLICSITGKLMNENNHPMMLPNGRVYGERGLAQIAVNGRVKCPKTNEEFNLSDAEKIYVM           
>Cint_ENSCINP00000007637                                                        
MAMKYKSSDSRKVPAQPPQWNQFLICSVCENEFNRTDRCPISLGCGHTVCRGCLGDLKHPQCQFDQNSITCDISDLPVNS
ALLLLVPEEESHKGSVEMRAVSQKGKENFHPGNIAQCVKLYDKSKKHIEELALLLRPNKGNELSRPMQRKLVALINCQLV
EEEGRKRALRAGRALGERSATELILLHQNPTTLSASLWAAVRARGCQFLGPAMQE                         
>Cint_ENSCINP00000007845                                                        
MTMSTSSSNLLELMPRKRQRSTDNWATSVLECGVCGEQFSLSGEKVPRLLLCGHSFCHDCLTRLPVQAHTLVCPMDRQIT
DVGSGGVWGLKKNFALIELMEKLQLGGTRINLSKSDTPSNSKVESRDNEDKKIVCCDEDEKHAATLYCLVCCTNLCNACS
TSTHSTKTLSKHRRISLEDKPQQPAMCPLHQTHALEFACLEEGCQYSPAMCYLCKEHGKHKGHQHNLIEVVARSARSTAA
EASERASAFLAQVVEHIMRSQAALDRIEGGTRLSTSQSGVVERQQYSGSAESARTCVRDYFCRLRESLASQEEVAISTLD
THVRNRITALRRLHDDATALRSQISTALSHCNNVSHQDDCSILASRSEVDALDHMLDQQQRQFTEQTVAASETLDPSIPV
TFTKDNRIHIGRKLEIRIVTLGLDGAGKTTLLFKLKQDEFMQPIPTIGFNVETVDYRNLRFTVWDVGGKHKLRPLWKHYY
LNTQAVLFVVDSCDTQRFEEAHTELAKLMSEKDLREAALLVLANKQDLPGAASCDEVAARLNLHKLCCGRSWRAIPCDAS
SGAGLEEGLLWLSRQLVAAGVLEVA                                                       
>Cint_ENSCINP00000026603                                                        
MEGCLNTEKDVDKLIAKFESYKKQTHQTFEQLTQQIEKLQNELNVQDASTGLSASHRQLVTQTNKKLKSVGQKISGQHKD
LHSSVSRIGKTIDRNFDAECGSINMHEILADHTHHSLFNRAICEHFYRQGSVSVAESIATDGNLEIDDKWRFPFIEMNEI
LENLQNRVVDPALMWSIRNKVQLQKEKSNLEFKLHRLKFIELIKLGPSHQHLAVAYAKKFQQFAPVQCQEIQQLMGCFLY
VKRGLTESPYCDLLSEKMWNDICSDFLRDACRVTGLSVNSPLISSFSAGCQALPALLAIKSVIEQRQCSGALSNNDELPI
DIDLDSCQHYHSVFACPILRQQTTVKNPPLRLVCGHVISRDALTKLVSGSKVKCPYCPVEQSPNDAKELHF         
>Skow_NP_001164683                                                              
MADAKRVQISKDEFDERFLTCKLCEEPYNDEEKIPKYLPCLHTYCKSCLSSHIGTTMEFDCPECRQKTQTPHSGVDGIPN
NFIIQNQRQYFVTQEKVTKKLFIPCQSCNRNQDASAISFCMNCRAFLCNLCDEAHAYSLGLKTHELKPMEELTASSKGID
ESMLRRKTYCSRGRNHQNQELTLFCDSQACQSTICLQCAFLDHNKADGHEPIEIEKALGKYTGIIQKKLEVLKKRSNVLK
TLIREVDADQANLKDSSTNEQREITNFFNQLFKKLEIRKTELLSEVKKQEDLVESCLNSEMNDLELELTVTNSTAEFAEH
ALKHSSDIELLTAKDDISSQMDKVSSKVISPHVVKVEEFPHCFHPTDVPECLVKRAVFVGYGGKTRCDIQAIDKCVGTEC
KITITPHGMDGKPLGVSGISLDTTIGGPDEKLTETTAIDNGDGTYRVIFRPKQHGRHSVMIKIYGTPAVVKPNIIDIKDK
LKT                                                                             
>Skow_XP_002741395                                                              
MADLKALEHSTLKVPYEILNKKFRNAQKNIDREVSHVLHVTNELEKCLENKPVTVGTVASLLDSVVDKLTVLKRKAEESI
SQEEDSVKVCKRRVEHLKDYDSCNPAIVAQWKKKRLDRMLVEYFLRAGFYDSALKLARHSDIEDLTNIELFMISKDVEES
LLRRETSTCLAWCHDNKSKLRKIKSSLEFNLRTQEFIEHIRFNKRMEAIRHARRFFSSLEQQQLPEVQKVMGLLAYPSDT
TIGSYRELLDASRWHMLVEQFRADNFKLHQLNSNSVFTVTLESGLAALKTPHCYRDDSKNAECPVCNKNLNELAKPLPFA
HCAQSRLVCFMSGQIMNEHNPPMMLPNGYVYGQNSLRTMASENDGKVTCPRTKEAFDIDQAEKVFVM             
>Skow_XP_002740745                                                              
MASETEVAQALDEITKDFLTCCICLEHYQQPKALPCLHTFCEHCLISLADNTDLDFKCPTCSTPCDLGEKGIAGLKGNFF
ISSLLHEMQRRAKRLSKTASVKCEGCESNPASGICIICEQYLCDNCVKVHKNVTSTRSHKVLSLAELSIQYTYIPHPFSP
KTARLCDIHQGSELKFFCTTCQVLTCRDCTIVTHRVPEHVHKPIKDAADEYQSFLVKMLKMLDKKTSEVSKRIAIATEKR
DKLDENFTKEKAAVQTASDEVRSEISKTEQDVLDELETESVERMSRLNTQTNDLECKHSAFMQTCNDIRKSLELESGAQL
LTSKNTYTKQIEKLLAEDIDIKVVENDLHVLPRVDKITSMFKPRRTVCLSQCTIGGSVEYLLHKGQSVDLPISTKDCTGR
HIVSEHEVKAIHIKPGGSQKQMEVTDNDDGTYSVTLHGDIEGNHEIRIMVGDTPIPGPPFTVKVVKGLVKTIGQKGDGEL
QFNNIRGIAINKNGDIVAADKDNNRLQIIDTGGKCKNTIPMGRKFKPVDVAVLNDNTYLVIGDAMNSGVAVISPFDQTIS
YFGANEIDRARGIAICPATGLVYIISEMWNVFAKVFTQKGEFVKSMKLKWSTPTCIKIDNEGRLFVCVNLDHNAAVYDNS
GELLYRISEAGKSDGKLTNPIYLAFDKHGYLYISSDHKVQKFDWLGNFICRIDTNEDGLKHPTGIALMDDLSVIVADNHN
SCIKVFVQ                                                                        
>Skow_XP_002736696                                                              



ESVKLLITTRDSRGKQIIPRQDVTVKSTNPDASWEDIDVTDNYNGTFQVMIVKKMVETHQVAIMIGNQHIPGSPFNISVP
NRGWVQTVGKVATDGKFGYPWGLSNNKHGDFVTADRRKKRVTIHDRDGNYKQSFRFTGQFPGPFSPCDVAISDENEYFML
DDINKQIVVSDENGKMIRKFGRSEIHNPFGIAINPVNKNVYVSEYDKDCIRKYTNSGVYIKSFGRSGEKQGEFNRPYILA
INSKGLVYVPDCYNHRIQVFNSDDQFLFEFSSTGYSTMRYPKAVAIDKNDNVYVNSEHKITKHDSKGQFICRIDSDNDGL
TSPFGVAVCHDGRIAVVDSRNVCIKVYASQDIVFKDASKSLLNEISEDFLSCSICLEIYNNPKVLPCLHTFCQQCLVTFK
AKSGGILKCATCRIQCNTPIQELKSNFFLSSLLDTYQRQRNLSTEHPPVCEICQEKTATHRCVDCPQFSCHGCVRSHELL
TLDKYMEIESRGHLIVESKVFCSVHKDSHLEFYCDTCQVPVCYKCTIVEHRVPEHIHKNLHDVADEYKTQLKEMLGQLKV
KEKQVEKEKSVAESTREEIQNQCKAEKLKVLTRAKEMIERVKREQKKLIDALDERSLMRLKDVAMRINERKFHLGNIVST
HHYLETLVHHGNPVHLLSTRTETMKRINEMVAMETKPPIIHDITKYDPRSDLAAHALMGVIKSDVCQSKCTVENIPKQLP
KGESVKLLITTRDSRGKQIIPRQDVTVKSKNPDASWEDIDVTDNYNGTFQVMIVEKMVETHQVAVTIGNQHIPGSPFHIP
VIRLVQKVGKTGEGQLSYPLGLTINKNDEFVTADRGNKRVTIHDRAGNYRQSFRFTDQFAKPFIPCDVAISDDNEYFMLD
DSNNQIVVSDENGKMIRKFDKNDYVYVSSEHKVTKHDIHGRFICRIDSEKDRLSYPYGLAVCDDCKLAVVDYGNTCINIF
VEIDRDKDGLNNPWGVAVSNDCRIAVVDDSIRCIKGNVGTLSFEILPNNGKFIGMWSISITLIGTNSELQDVFEVANGKT
QRKYKTHYPGKL                                                                    
>Skow_XP_002736452                                                              
MAVAASNMINAEEILTEVGEDFLSCSICKDRYNNPKILPCHHTFCQECLIGLATQSENNTLTCPTCGSKCQYRGERNLKP
NIFMISLLGQVPKKKKEVRVVPNRCEHCEENQVSYICTDCDSDQYCCKSCSKAHTKLKFTRSHRVLPIDEFKVLKIKNPA
SFHPINYCSMHTTNELHYYCNTCNVAICLECTVIDHRVPQHSHRNLKDVVKDCTTDLEKMVAKLKDKASEAEKNEMSARD
TCKLVKALCEQETGKVQRKADEIEQILKRKSEDSIQSVKIEETQLVGALSAEYNKQAERQECLASDLEIKHGHLSSMCSY
VEMLMHCGNPIHILKMENPTKYYANKILTVETNPKIHYEVMEFQSMGNNSIKLGVLRSDTEISLCSVTGVPTQLQKGDHA
NILIRAKDREGKQVISRQEVQAQVLKPNGSWVDGRVVNNNDGTYNLMLTGQSDGIYQVKMTIGQQPIPRTPVQIPVKKGL
VKIIGKEGTLDGQFQHPCGIAINKHGNYVAADGNNCRVQIIDGNGNCKKVLKFTKFERSFIPFDIAISNDDKYFMTDAGN
NQIVVSDENGKVFRCFGQKELRDPCGIAISPLDGAVYVTEWDRNIEKSDKEGHCIKKFKQNGEFIKVMGNYGNGRGQFKG
PYFISIDCQGMMFVTEYINDRIQVFSSDNRPLYFFGRPGKDGGAVHGPRGIAIDRNRYIYVCDCTNRIHKFDSGGRFIAF
ADGDLSGLDHPVGLALTNDTPSKVVVADKKNNCIQSIRSVNVHC                                    
>Skow_XP_002735005                                                              
MTSEASTTVNGDTTESHQNICSICKNGFTTRSPKLLPCLHTFCKACISPADDGVIRCALCKQEVRNLGLVIDNYFLLDSL
TNGDNTTTSTTADAKCTSCEDNAVASSYCQNCAEWLCDTCVQAHHRVRVTKDHVIQPKDSAEALQRESTTSPASSRNKPL
YCPVHKQEPLKLYCETCDKLTCRDCQLLEHKEHKYQFVNEAAAKQKGQMSALMMKLEEKKKYIGTAQQRISEKLKQINDL
ETKTSQEIRLFMLTLINEVNRRAKKLLEDLKATCAIKRRRLDVQAQEVKQLHKLIDHCTGFTNNALHTGSNAALLYSKKV
ILSQLFSVLRLPCIRSPIFGLDVKFMFDMDSANKQIGKFGVLMISDASGQGNDPQHVVQQLNNAVQHAPGQAFLGNQQRP
PQYRAPFSHPQQQQQQQKINLQQLAEQRRQSNSVVKNAFSQPYTMNSQKILHQNLLQRHHQQQQQLQQQQLQQQQQQQQQ
LQQHQQHSQGMKLEQSRVGGQLRPIAPKPLAPPSATISRAQLQLSTSTAHVSNNVGNPVISQVVSLGGNLTRLSPSTLRQ
LSPSVREMQEAVFSTHTPEKASSVVSSASGDGNTTSGTPPKMHATVPFSGTQYKQDSAPKMKNEPSSPNERPSCSFEKMS
QKSTTPSPASGCSGQLDMSSGFHTTTDSRPPSSTSSAEDRSSTTPESNASFSAVKIKQERQSRDDPESSCMNYTARQNSQ
QEGLNNTPFESISELHIPNIALSFDNNRADHDKSLPDQDVHSECSENYELSPAPGCSSSEVYSRQGIPVEFNEDYCACCQ
NGGDLLCCDTCPKVFHLQCHIPSLTATPKETWICGLCQDLCKEIQGISENDEHGKRKASSGLSEAHQKICERILLELFCH
PASPPFHEPVDRSVPNYYKIVTNPMDLSTIKVKLEKTSPQHYECVEDFISDCRLLLSNCFVFNTPDSAICRAGKKVERFL
NRLLEKCLPDYVVSSPDAHSRHHKRKKKIDIVHYK                                             
>Skow_XP_002732862                                                              
MASQHDSMFLEDDLTCCVCAEVFEDPVMLFCGHDLCRKCCEALYRQSLTKKHNTGKFYCPECRADVALEQERGVDSLPRN
FRLQNLCDRVKQMKIINPVECLPGLNDDPYSTLSVSYMRRKGSVMSHMATLVEKIKEMERFIKTLDEKCETVEKNCGKLK
VSISKECEALYQILDQKRKSMLHDIDKHKHDITTQLRRQIAVYSKALEEAKQAEMKTTSDMESMRKKDFIKVKLDNASTS
LPGLTPAVSDKFVISVDFKAAKDDLQKLRIDVRDKLRSEEQEDNLKKLETGENSQKSMSSDLLAQKQKDSGKSGNRKNKK
HNDPFKKRRSTSDSDARSTTPPEPSSSMQFETAT                                              
>Dmel_FBpp0071476                                                               
MDSESLACSSVEKDLTRVVSKLEQLHENAEADIGDIATQMSELVEVLSRAEQLVTTLNSSTQVSQDDPMGDAVSMQVETE
PTAPQRLTERQVESVRNALARCHERVQKLSTEHRDLHGSISKIGKAIDRNFSADFSSTMRVDVLQDEENLMLLNKAIAKH
YCRQGMDDVARTLIRECKMSPEHAQDVFDSEREFADIYGIWVKIQKRDLTDALKWAKMYSQQLSDRHSLIEFRLHRMRFM
QLVSYGLDSQREAISYARLNFKKFAVRYEHEIANLMASFIYLPSGLENSPYKHFLGQEKWTELSFIFLKDACQLLGISKN
SALSVVVNAGCTALPALLNIKQVMQSRQVLGMWNGCDELPIEIDLQPEFRFHSIFACPILRQQTSEDNPPKKLTCGHVIS
NDALHKLSVGHILKCPYCPVEQNAEEAVRIYF                                                
>Dmel_FBpp0084110                                                               
MSEIKALEHATLKVPYEMLNKRFRSAQKIIDREVDQVINVSRQVEKALEAEEGPILAEVTKLVDNVAQKLQVLKRKAEES
INDELSVTQICKRKLDHLKGITPPSSVTGDLWQGSVDQWKRIRLDRLVIEHLLRMGYYETAEELAAKSDVRHLTNLDIFQ
TSREVEDDLASHSTTKCVLWCIDNKSKLRKINSTIEFSLRVQEFIELVRQNQRFEAVKHSRRYFPAYEKTQLNEICHVMA
LLAYPADAQAEHYRKYMDPQRWQKLVLDFRQENYRLFQLSSTSVFSAAVQAGLSALKTPHCYAQTCRNLNCPVCQEDLNR
IALKLPYSHCVQSRLICRVTGLPLNEHNQPMMLPNGQIFGQMALPDITKDDGTVTCPVTNTKFSNPKVEKVFVM      
>Cele_B0416_4                                                                   
MAPIRRSSRLAERYDAIESKKRSLKRLEEQIKAEEEQFSDKMKQLEDEIKIKEQVITMFKRKTVRREWMRNSRQATTNIN
IAQIESLKLQLEEGEKDIAEAEKQAEPTTPQQEAELSETFKQMVRDRMKVKDVDEKLLQQYMKKENVEFEWRSCFICTME
YSRTDKNLHPIILNCGHNLCRSCINKLTGNGIVKCPFDRLDTRVRVTGLPRNLALINL                      



>Cele_C45G7_4                                                                   
MNDITASSSVILDSLLIDDSLITCEVCFEVFNHENRPPKLLPCGHNFCESCIFSLCLHQEYYLLDSIKCPTCRREFTTNT
ARQAPTNYDLCKILENLFRRKEQNVTVIEVPELVHNLPPPMAEVSSSATKIVTSQQQQQQQPAVATKMPRHHVSKKMKAL
AKRTEESKHFRCADCQRKISQKNLFRVSRYCVDCTSTSRMTIVCLECCVNHHNGHDLLTEDSLHHNQLKTLSDLRKLRHR
ILDSSDEFDRRADEIRTSGMDVCGGLSAEKHNLLTYTLASIDDVMRRIEMAPILFPPVLRTIRDEQSHNFSRLEKLSAQL
EKSLVSRKNTKPTSLTFIENMNDTTYQGLQRSVQNQSLNKSTLSIRQSRVSLRTDDSLFHESISSLTRLMHQHPMCLQLE
FHHSTVSSKDTVTQRKQKIMSCAHATTSMLDMDLTQVSMVPIFADVLLNCFYQLNRLSKNKFVGDKKYRRCDIWKQVQCS
YTELFGITAKHFPSHHPERVDILDDLAYLCHLYSDVADQGTVTICLIEAARARASDSSGLTEIEQQRSEERLELIDEHLT
ECRRLQKLLELRKTSKTKKNGGLKRLFGGCFIAQEKANDSLVY                                     
>Cele_M142_6                                                                    
MAPTGQGGQWQEVLCCSICNRHFNETFLPVSLICGHVICRKCAEKPENQTKPCPHDDWKTTHSPSEYPNNVALLSVIFPR
KQCMTLSGAVSEAEKRVDQLSIQIAKFFREADSERGGTVSSREISRTLQRKVLALLCYQWREVDGRLKTLKMCRGISERV
MIEIILSIQSNTHVSSQLWSAVRARGCQFLGPAMQDDVLRLILMTLETGECIARKNLVMYVVQTLASDYPQVSKTCVGHV
VQLLYRASCFNVLKRDGESSLMQLKEEFRTYESLRREHDSQIVQIAFESGLRIGPDQWSALLYADQSHRSHMQSIIDKLQ
SKNSYQQGVEELRALAGSQTSMLVPAYRYFLTQVIPCLEFFAGIEHEDTSMRMIGDALHQIRILLKLHCSQDDLRKMPKE
ERRGVILQAEVPGGMGGGPGGSGGAEAGRIGGLHPLYSQIDETGRSISRTNPKDNSHNSPQTPPKQPRQKRYQMGIPPNR
MGYSSDAPPFIPSHQQQPPPQFFNSQHLPQRFRGGRQRGAPPPPPPQPMPMLIGYDMPGAPMMQATEVLTADGQMVNGTP
QRVVIMQSPTHLPGGPVVMIPQQQMVPPPQSMTPVGGPMGPMGPMTPSIPVQVPPNTMWTATSPTGSVIYPAASPPGQPP
HTIWIQSIGVFKRKSNFLKIVRKISFFLNFYDFFLILRKLKKEKKGADIEFFEKIKSTDFKKYPSSFSRTDGNMFPMFDR
GSGGMVWGPGTMLRESGADAEQLLAKRYEILKRLQPSEDDDDPEDGGIGHVSYTVASSVLDDRMDHHPLTMIPVPTIDLP
AIPISFANMPTEETMTMIGEMVQNRPRAPSLTAPSSNQPMNVNASASATVQAECGTMSVMDSICQPISTSAIHNSATIPQ
PVIPMVQVPVQVPIVPAENFNPNVPPPPPPPQGQPMLVDSAIGLLTPIRPILVAHPQNVVSNSLDKIVDVKERISEAQGN
ASEAENAHLRMELRMAESQMAHLDPYTKNNCLLRALQQVDMELQQLHLNPTVEG                          
>Cele_T07D1_2_1                                                                 
MKRLRFDDEQGSSWLSMRRMFNCRQEEKVNAIRACAGEIRFNACEYLINWSKNLEMVENSLINMRTKLFLNYNLEEVSIT
GQILMETAAERAAKVAKEAASHHKLMHLHISKMGRLIDKQVDRHFITPFRGTFDLNDSKLSRQLTIAMIYDFSMCNGLTD
TGVALKKMSDVDEKYSITEPDTLQQIVSDLREGDIESSLDYLEAAQPEEDGNIRTYLHTQLITDNIELGSNNYDKAVKDL
RRFKSPFVDDRQKFKHLVGALLVGKPSMIDIRYKYLFDFTNREILTLKMASFFIPYEAPLKNLMRFGMHAMIQLGDLFPV
GFAPAAIDDNELPIEIGFHATHSSFTCPILKEQCDAENPPMRLICGHVISKDAINRLTTSIRQQRNSSRLSKFKCPYCPR
EQLLENTRQVDFLKWCESDYTDEEVQLFQFFN                                                
>Cele_W09G3_2                                                                   
MMMEIEDDEVPSPPSPHPAGTTIGGPNSKRYSDILSLDYCTFRIPYEELNIRFRNGQKDLDRAATGVAKAAELLQKKTAG
SNEPVSRESLRRHFDLLIRQVQEARKTVERITQSEIEQLDKITTRADRIHEEFEVTRDSENPRNTEKLERQKFCRFIVWH
MLRCGYIEPAKVLVKEMELEDLVDVDVFENMYAVQQALLDGNIQPCLAWCDRHHRKLRKLESRIELVARQQEAVTLIELG
NIPEAVAYVKKYIAPIAKGKFTEDLKKTMGAIACTLEQSRLRNPELHAADRYQKCAALFIEEAHRIFEIHGNTALATLIQ
YGLATQKTPSCHNDEKTPLDKQKCIVCRPDVWPIAENLPYSHVANSRIFCSLSGKLCDDDKNIPFLFPSGHVIGSAAIER
LKRDDNKLYDPIHKKLIDEEEALRLYFL                                                    
>Cele_Y57A10A_31                                                                
MAKGKKQRRSEKIIPLTQLAFVVDSRDPWDDEPPSKEDIARAHFENRQQKRDYLPVTTSRELRYAVEWPSVVKNVTVPYY
QNESQDTSQALCGRSLVSTTVSTNPSCSTAQIDVAAFEQTTRELVGRAANMKTRFWLKFCVVWPLGPQDIRRIHRENINF
NKRRCEYLTFNNTPTAYLLIDSDGDPEYTKNIIRRKLGSAAAPSPPILLAAPNSGYAIRFRHGEEMPTLIQKSSESQFAL
VFDEKYTEFTKCSARVFYERLLRCPLRFDRKLEQSEKLWIQKNLKRNDLAHRAIRVLEFYSIEERNEIVGRADNSIKFLD
ALFCDTMQFYREAYEDLNLYIKYSNTPKHIECVSVTVRNESDKKHAESSFTSHGLSVLYFNRKMECDPAAKYDITLKTMV
LQNFPRHLVTYESREWFVRRIAKENFFQLQSVNSFVQWQSHAKRCCFKAKNRDFFKIINFAFYKIAHINRIYHPIDAPWI
EELQGGLGARSMMSVVLERPDVPWQIARERRGAIQEDELFTIYFKNVTVGMQLIEHVIRIAGIEPIFRTDAADRDGPQLV
PFYRRSFTVTRAARAVVTSKLRQLDAKLRATFCMLTKQEDPIMMQDDAQYYVVRIFEEWTPNSKSGVIGVHGWSQNAIQL
FATQILEIMSPKEFSTENCPEMTFGIGEQWVKSLQRKYHVLLDVDKYREVISVLGDDSEEVLKELETYSQKKSEILVASR
IPCFFPHLNDRVRCELLSPGIVEKIRRQLGAQKLYMDRESQCLDFQGSLEAYEKLIELLETLSNEVFKRETRNREAEEIP
NLVCPICTAETGISNDFYRLECGHVMCRTCINTQIRSRIDEQQFNIRCEIDGCHRVLTPAEIMNIILGGSDRMKELDTQK
LRRLTDRAKQLLIQTNEDLAACPSADCVGILSKSDDGLISEFKKCEACDRSYCRKCLAEPHPDDTCEEFARIRRPEDSIA
RYQKDMGSRVKKCPKCAVLVEKREGCNHMQCGCGTHYCWTCLYVAESSGDCYRHMQAEHGGHGGEIDMNQLPDNEPGIQQ
AMLQQYRAPRAEDDPMFFDEHGFTDDDDSDADADDEAFVAAIYPQQHANRDQFANYRRNAAAFEEPPAPPPPPPPPQYIR
DLPQLLIDTFPTIYGDPETRVDYVDFVNSAQTQDQLEANLVMLYQNAEEHLAVEPQRRGR                    
>Ctel_123183                                                                    
MADLKSLEHPTLKVPYEILNKKFRAAQKNIDREVSHIQIDANELESCLKKNAPLGDVSRVLDGVVEKLTIMKRKAEESIL
DEVQAARVCKRRIEHLKDYETLSPTAANQWQKKRLDRMLVEYFLRAGYYSSAIKLANQSNIEDLINIELFLVAKEVEDTL
AKGDTSKCLAWFHDNKSKLRKMQSTLEFNLREQEFIELVRANRRLDAVKHARKYFVDLNDNQLCGVQKAMGLLAYPVNTE
VPAYKELLEPSRWQRLVQQFRQENFKVYQLNSHSVFTVTLQAGLSALKTPQCYKDDGLSKNPECPVCSSHMNRLARKLPF
AHSAQSKLICSISGRPLNEHNPPLMLPNGHVYGCDSLHEMAEEHEGRIVCPRTKQIFTLDEVEKVYVM*           
>Ctel_159757                                                                    
MDACGAVEKEIDKVLTKFDDIRRNSSTTIDDLLNHVNNIRREIEDGGTSGTINPGQAILLSQTVKRIQDSLGHVSADHKD
LHGNVSKVGKAIDRNFVSDFNSVCNETAFAKEEQTSEINQVICEHFLRQGMLDIAESLVEESGLEIHDQQIEPFLELHRI



LEALKQHNLSPALHWAQAHRNELTHHRSSLEFKLLRLNFIDLVSQGVAKQQEALHFARNFAPFASSHTKELQVLMGTLLY
LRQGLDSSPYRHLLDPIHWVDICDVFTREACTLLGLSMESALSVIVKAGCAALPPLLTIKQVMLQRQCSGVWSAKDELPV
EIDIGVDCRFHSIFACPILKQQSNDSNPPVRLICGHVISRDALQKLANGNKVKCPYCPVEQAPSDARQIFF*        
>Ctel_185576                                                                    
MSSTLVETVSIDYEDFNESFLTCGTCLCIYDSQQHNPKILPCSHTVCRSCLERIVEAQGTDNSFRCPICRETISIPRGGV
VSLPPSFIVNQLIDLMARQRRDVIPKCAVHSSEELMFCETCDTVFCVDCTGGSHNGRGASAHTVIPFSIAIKRMSEILLY
KATLCMRNLNNASDVVTSEMTRLEQAAEECVDSISHAFQDLMTMLEQRRRDILLAVRSVCEDKQKVLQEQLDIIEAEKAH
VNTDCQGLQQQVEVRNITKKISDLNEKLDVSTTLAEPRENAFMHFEFEHNRAMDDLHNALDSFGQVRVSTTFPALCTARL
DRAVTHLKTVVTVTTVDYHGNPRTSGKDPLTAELRNEAGNMIDVVVKDHKNGTYSIHFTPQEPGKHKLSVNIFERPIRNS
PFKVEVSHHNNPTLRVGQRGSGLHDFVQPVIAAIHDQELYVLDTGNSRVKVLNLDGHFVRHLGPHGLDQHSGTGMALGPQ
GNSLVVVNWRTRHVTEMDTGQGDIIRKFSCPEFVEPISVAVNSRREIIVADNGAAKLFVFDGEGKLLRSMGSRGDRQGQF
KLMSCVYVGPADEIYVLDSRIQVFSREGAFLHEIKSDDPRSRGQYGGITIDSRGHILASRTEKGRSVVQVFSGSRQFLFD
VDSADDRLKRPSGLATTEDGFVFVVDLGNDCVKKFRYM*                                         
>Ctel_43805                                                                     
MPLQPPQWTEFLVCPICTHSFDGSALKPISLACSHTFCKACLLKLQHKCPFDQAPIQRPVDRIPVNYALLQLVSSSFSAE
QNVAPVDVGGEAALQHYLSAVKCIEELALYLKPLATPVGGGGAVASVLSRPMLRKLVSLVCCQLIEEDGRARAMRAARSM
GERSITELILQHQNPQQLSANLWAAVRARGCQFLGPAMQEEVLKLILLALEDGSALSRKVLVLFVVQRLEPQYPQASKTA
IGHVVQLLYRASCFKVTKREEESSLMQLKDEFRTYEMLRREHDAQIVQIATEAGLRISPEQWSSLLYGDTSRKSHMQSII
DKLQTPQSFNQSINELVIALQRTGDPDNLSRLRHQFELLANIDPGQDSPAPSWENLEAVLKAARHVVQGLADFASARTVT
MATTKAPVDAIAGHQVRYKTSLCRDLSRTGSCPRGSNCTFAHSQEELERCH                             
>Lgig_91879                                                                     
DEEHQCPICSKKLTEPKILTCLHVFCEACLEELLKENSDEGVQPHKIKCPQCEQETQVPMNGVSDLQTEHVISDILDVCG
AENIICTSCKAKEKAVARCYDCANFLCPNCVTAHRFMRCFDNHKVLTLDELGVQGSDGVSIHKPIYCTVHPSENLKYFCH
SCETAICSECMVSDHKQPDHNYEKILDVEELLKNELESLRKECLSKIEPCTLAASKAESALSELQSQQEDAKSLIEETFQ
SYKAILEKKKTSLLEELDEIHSHHELDLMGLCHNINNMVDKVEDSCKFTEHVLKNGNSVQIASLKRIITTQLLSLINNSP
SVEPNLSIEFKTDPTVFEKMINQTFGTFSNPEDQKKVNKIEPNSIFLILPAQGISLITMICTRCLENMRELVTVIRHLHF
LFQRENQLISPLHSSFENEGFLSQGVRSPDQAMMTASTAGFMSNMGSLPPVSLSGNLQSLSSIIANIPSALTGQSHPLHD
TSLSRNSHSPAMSDSGISVGDAASTNSNNSATMINIAAMANLGMYQHFIISGQVPLMAGLSGGMTTHSGSTSSDGGSRTM
TPQSHAELSPTSLASLTPIGQRVQSSNIENLANLLNPQNQSLSGINKIISGMRSMAVANNSNMDNMMGKNGLVIVAFRCK
FGQLGPGKGQFNSPHGFCLGFDQDIIVADTNNHRIQVFDKTGDFKYQFGIPGREEGQLWYPRKVAVMRASARYVVCDRGN
ERSRMQIFTKNGHFVKKIAIRYIDIVAGLAITAAGNIAAVDSVSPTVFCIAESGDLLKWFDCSDYMREPSDIAVSGSEYF
VCDFKGHCVVVFNEEGQFMRRIGCENITNYPNGIDISDDGDVLIGDSHGNRFHVGVFQRDGSLIGEFQCPYVKVSRCCGL
KITSEGYVVTLAKNNHHVLVLNTLYI                                                      
>Lgig_117625                                                                    
MGDVKSLEHPTLKVPYEVLNKKFRTAQKNIDREVSHVQSSGNEFEKCLQKPTVSVGDVTQAIGNMVEKLTILKRKADESL
QHEIDAARVIKRRVDHLKEVENIPAGAKPLWQKKRLDRMIVEFFLRKGYYNSALKLAKHSDIEDLTNIDLFLTSKEVEES
LMMNDTSACLAWCHDNKSKLRKMKSCLEFNVHKQEFIELVRQNNRLEAVRHARKYFSNVDSSQIQDIQKVMGLLAFPADT
QILPYKELFDPGRWHTLVLQFREENFKLHQLNTTSVFTAALHAGLSSLKTPYCYKRERDGKPTDCPVCSKHLNEIAKPLP
YAHCANSRLICAISGCSLNEHNPPMILPNGYVYGFSALAMMASENDGRVVCPKTKQIFHLDDAQKVFVM*          
>Lgig_159207                                                                    
MVSSVLEGSVGSSGSDENPHWQSVLTCYLCGELFRRPRILPCGHTFCSECLARLREEVIREGKLNGTYSNKMKEIGHFVC
PMPECRYSMRLMNLTRFSAKNKTVSEAIGALKRQQHDRQRLQPIRDLDRKPVNITVAVFANVQSNQIAAFTNFRDTRKVT
IAVEDASTQTDITLESVIIAIPQSLIQNTRKKMDGNSTFVNTVFQRAISMDNISSHYIPPRDFTWRSCVAMLGVNIIQQI
MQM*                                                                            
>Lgig_207069                                                                    
MESCTAVERELDKVLAKFNGLKDHSNNTLDELVSSLHSIGNELQSEHDLTPTQTEILTQTLKRVRESVQRLSTEHKDLHG
SVSKVGRSVDRNFISDFTAVTPDTFENEKNNNLLNEVICEHFLRQGMLDIAEALTEDARLEVDSSRKAPFLELHRILEAL
KCRDLGPALEWAYVNREILLAQRSSLEFKLHRLHFIELLKQGTCRQREALLYSKNFSMFGAQHARELQVLMGSLLYLPQG
IENSPYISLLEPIYWEEICDVFTRDACALMGLSVESPLSVGIRAGCKALPPLLSIKQVMLQRQVPSVWSSKDELPVEIDL
GKEYHYHSIFACPILRQQSNENNPPMRLVCGHVISKDALNKLSSSNKVKCPLCPVEQISSEAVQIYF*            
>Nvec_XP_001633308                                                              
MEEELQCPVCNKPYNCPVVLPCSHSICMSCTKAITTTSGADYQVSSGEKEPVADPFSDDSGYVSVYEVNHLYQAIGNFPC
LKCPICRKIFPLDGRGVNGFPRNKLLENIVNRHYAKSNGNVYCQLCEGSQPAPATVMCEQCEVSYCEECCKTCHPSRGPL
AKHNLIHPASSKASSVKSSLVKCKDHLEEHNSMYCVVCRIPVCYVCIERGQHKGHEVKALGAMFKEQKSELGNNLNLLEE
NRNHLQNYINQLQESCSVIQENGLDFEASVVAQCDGLIQFIENRKMELINAINKEMQTKVENVKQQITEYEHTLKDTVGL
LGYSREALKETDPASFLLVRTIISHEICGTGTGIPSEPPSVELDLTLDTSATAQALHELHFVELKAPDAPDIIPDQCSVT
NNTITLCWMPRKQSCIESYLVEIDDGNGGSFVEVYRGNSLECTVQGLQFDSTYRARVKGINKSGEGGPSDEVYLTTSDIA
WFSLDLETAHPDIILSNDNNTATCTSFDDRVVLGGAGFSKGCHYWEVTIDRYDGNPDPAMGVAFIDTIKDSILGKDDKAW
CMYIDSSRSWFRHNNEHSNRRDGGIEVGSCIGILLDISNLKVSFYLNDQRRGAIRLPSISGALYPAFSLNRNVQITLHTG
LEPPDQ                                                                          
>Nvec_XP_001633176                                                              
MAKPGSKQLEDEVTCAICIEHFTDPRLLPCLHTFCRHCLEDLAEHSGKGKLVCPLCKVEYEIAVADIPSLKVNFPINNLI



SILSFLTSEDSDKKPVCEMCESGETSQGRCNDCAQFVCELCITGHKRMRPLQHHTIVSLEEVKSRRPLAMNVIYYCDKHK
GKKLKLFCESCEEVICKDCTVVDHKNHDYLFTSDVIAREKEEILGRAKKVSPKVTDIEQAIALVEKAQEALEENKHATRR
DLDAFIDKQISALEKMRADLKSEIDSACQKQEKQLTAERENLSVRLASARSSLDFAERLCTESCDVGLLSIRKEVLSQLS
ILAEKPVDLPFMEGGVRLVVDEEYWGSLSKNISIYKSSFEKSAILGTKGKEYIRDLLVFLSPVQRSANSQWELCYSAKRD
GWNSKTFHEKCDGKAPNVVIVSVDGRYVFGGYTDVAWTTFQHERLFYANETNYTN                         
>Nvec_XP_001626669                                                              
MPIQTPQWTEFLTCPICYHEFEDRQRGPISLACGHTICKACLSQLHKTQCPFDQATVNTDIDKLPVNTALLQLVVLGASV
MDYPLPDIPNVRENSSKYQAAMRSIEELAMYLKPVASSQGTSQSSNGTNGLSSSTTLTRPMQRKLVTLVNCQLAEEEGRT
RAMRAARSLGERTVTELILLHQNPQQLSANLWAAVRARGCQFLGPAMQEEALKLILLALDGGDPLSRKVLVLYVVQKLEP
VYPQASKTSIGHVVQLLYRASCFKVTKRDDESSLMQLKEQFRTYESLRKEHDAQIVQIAMEAGLRISPDQWSSLLYGDLE
KKSHMQSIIDKLQSPSSFSQSIQELIISLQRSSDPGDLSRLRVHFERLSEIDTAPDAAPPSWKELEDAMEAVQLVVQGLV
SFSKVYGSKMKGSTDPPQPNSNFSKFKTSMCRDYQKPGGCPRGANCSFAHSEGELEK                       
>Nvec_XP_001625084                                                              
MATSASRRLEDEVTCSLCIEHFNDPRVLPCLHSFCRHCLEELAVHSEGKGKLVCPLCKSEFQISPADVPSLKVNFMINSI
LSVLLLTSEDSKKKPACESCDSGEPAQGRCNECDHFVCEQCISTHKRFRPVQHHTILSLDEIKSGKLLAMSKASFCTKHK
GKKLKLFCESCKEVICRYCTVVDHKNHDNLFTSDVISREKEEILGRAKKVASKLTDIEQAMALVEEAQQHIEENKRATRR
DLDAFIDKQIGTLEKMRSDLRGEIESACQKQEKQLTAQRETLSMRLASARSSLEFAERMCRDANDVDVLSIRKEVLSQLS
SL                                                                              
>Nvec_XP_001640162                                                              
MAFFKKIPSKSDELSGSNSLVCPICEEEYDDPKRLPCMHTICLGCLESMVPKNALIMKCPIDEQELPMPMGGINALPSDL
RIVRLLEVASGGQTKSKKKRRSLSAKSLENNEKQSHRAVHGKEAISLEEEATQVKKLISETAEKIRDALTTKENEMLKKV
DEIVKRQLKKRASIASVSSISEDDEAWPDSPTDGDVFDDEKKENTSPKSKTKPPPVPPKRPPSFLIDLTPSRKILQMVRE
EGLGNLQFGRKMSAPGDAGPPAPLAHATPSFGGAAEVIDCINLPNRFKRNFGPTAVAVSPKGHVAVSDYGSECVLLFDEE
WNFVRKIGEGDCNEAGLEGPDGLAFLPDSTLIVSDAPLEGVQAIKLYKPSGEYKETIVELDTDAMGDDALYFGRLTTDAN
SRIILACSGTEPCIRVYSRTGELELEFGAGILNGPQKALFHDNKYFVSDSLIGRHKCNIKMFDKEGKYVKQFDDNKLHVG
EQDSLGLDITYPIQIAVDPHTNTLLAYHGLDKCIRIYKTDGSFVIGFRTVTGIRDIAVNKDSTVVASCGEESMLPRSVQI
LKYL                                                                            
>Nvec_XP_001635200                                                              
MDACLSVEREQEKVSKKLRGIQTHTDATLGDLFNHVNNLQKEIADCNTDDELSPLQCHVLSQSAKKVKETVTRLATEHKE
LHGGISKIGKAIDRNLIADNTTCSNRDAFEGANLVLLNEVICEHLFRQGRLDVAEELIKEANLQLDSSRKEPFQELNRIL
ESCKNKDLDPALEWAKAHHFQLKSRGSSLEFKLHKLKFLDLLKCGLQQEALMYSRNFGPFAKEHTKEIQQLMACLLYTKT
GIEQSPYASLLDPVHWLDISDMFARDACALLGLSLESPLQVCITAGCVALPSLLQIKQVMQQRQVAGVWSSKDELPVEVD
LGPEYRYHSIFACPILRQQCTEANPPVRLTCGHVISKDALNKLTNGNKVKCPYCPLEMAPSEARDIRFY           
>Nvec_XP_001623813                                                              
MADIKALEYSTLKVPYEVLNKKFRSAQKVIDREVSYVVGATNELTSTLSKPAVKTGEVTRMLDDIAQKIQVLKRKSEEYI
GQEDVCVKHCRARLDHIKEHADPRKSAMVVWKKKRLDRMLVDHCLRLGFYETAKKLAQDADIEDFVDIELFLVSRQVEES
LQQEDSGPCLAWCYDNKSKLRKLKSTLEFNVRMQEYVELVRKGDKLEAVRYARKHFANAESAMTKEIQKAMALLAFKPDK
ACSPYKELLEQSRWTHLIEQFRRENFQLHQLNEQSVLSVTLQAGLSALKTPHCYQQGHKMPECPVCSHPMNILGQSLPFA
HCAQSRLVCPISGQVMNENNPPMVLPNGFVYGENSLRSMSVERGGRIQCPRTKDDYLFEQAEKVYVM             
>Nvec_XP_001631921                                                              
MKTTRDKRAFQPSLEHYKKAVTDELECTICSHWYDDHQRKPKLIPGCGHTICLVCIKDIMRSNGGVRFRCPFDQKVYDID
NGDPETLTNNITLMGMLDLSEGSLAKKSMHKSINLLKERIETLQGKETKFNEYRSIFLASIHNHFDQAMEYVEEERKRLT
DEFDEACEMTREGTPALSLLDEMKKCLQSAEQLLEQDTETLVDQAPDMLEKIYTYNMEDIEDIQNQDVELKFNFLPEKFT
GSLGEIEVTKLLVVNQDVSVSRVKSLQKIVWLFISTMLISLHVRFEPYINSRYAIAVRYYTFKYPIISKLRSVFASYLDD
PSYTVCSFVEDLTFLYVTLGFWGACASLGHYYCLFLKFEEMRNETCPYSPLYKDPPLRQTCPYTPYKDPPLPDMPLYKDP
PLPDMPPIPLIKIHPCQTCPYIPYKDPPLPGMPL                                              
>Adig_1373v119433                                                               
MDSCQSVERELERLAKKYNNLREHTDSSLTELINQIGTIQEDLLKASKDGEVPPLQLHLLNQSCRKIKDTVSKVATEHKE
LHGGISKIGKAIDRNFVVDNTTCSQPGVFDGENATLLNEVICEHLLRQGRLEISEQMTKEANLQLNDSRKEPFTELNRIL
EACRERNLDPALQWAQARHEELRLRGSSLEFRLHKLKFLDLLRKGRHKDALVYSRNFAQFASDHTKDVQQLMACLLYSQT
GLENSPYASLLDPIHWVDICDVFARDACGLLGLSLESPLQVCVTAGCIALPSLLQIRQVMQQQQVSGVWTSKDELPMEVD
LGPQYRYHSLFACPILREQCSDTNPPVRLSCGHVISKDALTKLTHGNKVKCPYCPLEMTPNDAREINFY*          
>Adig_3992v121569                                                               
MANALSEKLTVHFECAVCMEQFKEPKVLPCLHTYCKMCLHKLMKKQGADHVITCPECRQDAKIVHGDVAKLQPNFWVNNF
MTLLRMQGEDKTSKPFLCENCDSEDQAVSRCNDCSVFMCDFCVTAHKRFLATRGHQILSMAEVQKLGSKALAKPSFCVKH
TGETLKLFCETCQETICRDCTIVDHREHKYNFVADVAEGVRKDLHSSLSKAKDKEIAVSEGLETVEAMKKLVQSKVSEVN
KEVDEFFDEQVKALEHQRSSLKREVMTEGKARVDKLEKQSHVLSYFLAQLKSSLKFTSHALDDSDDVQLLTMKKQLSRRL
TQLNSAKIECKASQNEYFRLCVRQTIFRDVKELATVRFILNPQMFTVSIVGGDEGVMYRTLAGQTVSLVVTNKDKEAERG
EYHVAASVAKTGEDEQSLPVLGNGDGSYTFSYCSKSEGSVTLSVTVDGQPVGGSPFQWEVYPVLPICDEPKTMPGLLRER
ILYEGETTHGNCFKDGRYCWKVRVGDFASYRRRFEFGVTTERNIYYNRGIQTWSLSVEGSGFQRVIRSDHRRGKEVSIKR
DDVFTVFLNLEKETLSMYNNRSKTTEVFEGVKGPLMAITQGVDILWKE*                               
>Adig_4700v122121                                                               



MANSSPLLSKPKTRQNVLECRVCDDVFKLQGDKVPRLLLCGHTVCHDCLSRLSVHEHTILCPFDRQSTELSDSGVWGLKK
NFALLELLERLQMQQQPLTTSDDNKVDETVRCDENEDHTANIYCTVCQTNLCNDCSEATHSTKTLIKHRRIPVSERPKEK
PKCGQHPAHVIEFTCLEEGCHDNSLMCFVCRDYGKHQGHKHTLLENEAENMRASVTNAIQHIRTFTSEVEGSARKLSSVI
DGIEGNVVLREDERGAAIVHHSNGTAEESRIKVRAYFDDLRETVNRQEEAGLAVVNNYVREKLLSLRQQQEDMAVLMSQV
NSVCLECERALKRSDAEVIEARNSIHSILETVQEQQEQFSNIARLCDTDAAIPVAFTKDNRVHIGPKMEMRLVVLGLDGA
GKTSILFKMKQDEFVSPITTIGFNVETVEHRSLKFTLWDVGGLQKLRPLWRHYYLNTQGVIFVIDSTNIERISEAHEELA
KLMAEKRLKDALLLIYANKQNNEFVYN*                                                    
>Adig_13003v100896                                                              
MENYFDDITQPSRWNSLEKLDRLSQSENLIETQHIKRNERVLNDPSLLCGVCKQFFNRPRLLRCLHSFCKSCIESLAGYE
NDEERTVVCPICSSPSELGSKGIDGLPVNFLILKNTSFVLEEKRSPMKCGNCDDNSEATGQCEECKEFLCDKCAAAHRRV
RVTREHHIISIKELTTEDNNNLCSPDSCAEHNGEELAYFCLTCDKLICRECTIVSHPKTTHAFEPLKEVSDKHRQEVTEL
LDTVKMRSPFVKRTLLEIEQACADIPQHAQAIEEQIKSSTARYVKALKARESQLLDDLETMREYKATLLDQQKERLYKGI
KDMESNCALVEKMLLEGNASEIVRVKHFVSERLRTIDHTIQDMSPVEGPEFDYVTEEDLLLDVIKRGGKLESSSRPPAVR
LIGEGLYNATVGKTSTFLLSVREDFQTNKADFDVRIETPDLVILTCNIAEQSPRLYMISYTPRIHGEHVISVLTNDEHVE
ESPYTVNAKKGHMCFATKSLPVCLRFGYKGKGRGELNNPCDVTVASNGVIAVADTLNDRIQLFTSRGGFLRQFGNSGQDA
GKFSSPTGVCVSRNGQIVVADQQNNRLQVFSIEGVLCKVISAKKRIPGGLKNPTGVTSDEEGQLLVTDQQNHRVVVLNNQ
GVFCGQFGSLGTKDGEFNNPSYISVTQDGEIFVTDTSNHRVQVFDPAVKLLAGDCLYQF*                    
>Adig_15413v101184                                                              
MLVDHCLRSGFYETAIKLAKDSEIEEFVDIELFLVSRKVEESLLRGEIEPCLAWCYENKSKLRKVKKGGAYCLCLGIPSF
NAVANGGWVLKDLRTDPNNPNPGRYARKYFPPANVDGTMTKEIQRAMALLAFKPETSCPPYRELFDVERWNHLVMQFRRE
NFQLHQLNDQSALAVTLQAGLSALKTPHCYKEGHRSSECPVCSHPLNILGRSLPFAHCAHSRLVCPISGHVMNENNPPMV
LPNGYVYGENALHGMANENDGRVVCPKTQESYHVDQAEKVYVM*                                    
>Adig_16083v112483                                                              
MDVQQLFKKLKKEAECPLCLETVKNPKTLPCLHSFCLECLDKLANFARRQRQTIIKCPVCQTSFPIPETDTFANLPSSFH
LNRLVDVLALEESSVKAQKCNSCDDNNPATSYCLGCQAFMCASCFQSHQRFKATRGHRNVLIDKLQAQDVQELIGRPVMC
SQQFHEDQPLEFYCEDCKVLICLKCSIVSHNRHLVTDTQKAALEQKMKLMEAVAKLKAEILFYESEIKTQTELKDKNVTD
IMNAEKKMTDSVEEWIRNLREHEKKMKQKFREIYEAEQKQHQTRLENLELITTQLKGCVKRGQGVLERNISSEILQTNHT
ILQRCDELINARKSDRYKSPCLNYLVKRKFDTFDHIVVTKTDSSMCLAEFDDSEIGKKSNLVVVTRDSEGLQRYQLDDQI
KVDILTAEGDHLKTELKDSKDGKYTVTYTPQCVDQHCVEIEINEQPITGSPFLLQIRQHHYQFSLKFGSRGWRVGEFAGI
FDIAVSDRTETIAVADVANKRIQLFSLDGKFQMQVELDGDPLSVAFTDCGDLLTLVSGNNNKLHLFSEEGQFIKHINDKH
LKKPHHLSIASDGRLIITDVASNEVKVLSPDGSDQLVSMTAPNCDKYPGCAIYHSNKFYVSYPMEHCIKAFDKTGVYLHE
IGCKGSNDGQFYHPLGLVIDKCNRLIVCDGSNRRLQLFTLSGKFLSKLEGEYFSYNTPRYAALNNNGNLILAGLCEICIF
VNSREVFDKKRD*                                                                   
>Adig_23047v118156                                                              
MTSAVSEKLGEHFECAVCMEQFKEPKVLPCLHTYCKMCLQELLKKQGSDYVINCPECRQEAKIAHGDVAKLQPNFWVNNF
MTLLRMQDKDTTKPFPCENCDSEDEAVSRCKDCRVFMCDFCVTAHKRFLATRGHQILSMAEVQKLGSKALSKPSLCVKHT
GETLKLFCETCQETICRDCTIVDHREHKYNFVADVAEGVRKDLHFSLSKAKDKEIVVSEGLETVEAMKQLVQSKVSQVNK
EVDEFFDEQVKALEHQRANLKHEVMTEGKARVDKLENQSHVLSSFLAQLKSSLKFTSQALADGDDVQLLTMKKQLSRRLT
QLNSAKIECKACQNEYFRLCVRQTILRDVKELATVRFILNPQMFTVSIVGGDEGVMYRTLAGQTVSLVVTNKDKEAERGD
YRVAASVAKSGEDEESLPVLGNGDESHTFSYCPKSEGTVTLSVTVYGQHVGGSPFQWEVYPVLPIYDEPKTFIARVREAM
LSLEATHNNYFTDGRYCWDVRVGDFAPNRRLEFGVTTLSNPRLTAAQASLFSFNLPFEEVQNEESEKQFKLPFGDKDLRK
LMMWFREIGWKDQDAMLRFPPDLSKDNRKRVHEIAQSYGLGTSSAGFGERVCF*                          
>Hmag_XP_002160860                                                              
MSNIKSLEYSTLIVPYELLNKTFRNAQKVIDREVSHVNSTSDKLKKVSSKNKVSIEEVTKEFDVLLEHLTSLKEKSIHCV
DQEEVRLNTCQQRLEHVSKNQSSTAARRNLHDRMLVNYFLHCGYHETAIQLAEKSFVKEYVDLDVFLVARDIEKSLKEKN
PALCLQWCHANKSKLKKLQSTLELNVRVQEFIELVKNNQRLQAVLYSRKHFGSLSDVTDSYKLQKTVMAILAFKVDTEVK
RYKDWFSDTRWDLLVEQFRKENFALHQLDSQSIMEVVLQCGLASLKTPHCFHKEEQCQDCPVCNRLFNTLSKPLPFAHSS
QSRLICSISGEQMNEHNHPLMLPNGYVYGERSIQSLLSEGNGDIICPKTKDTYSVKDLKKVFIM                
>Hmag_XP_002167646                                                              
MQRSLTCKNCYQNYDFLKDNKPIGPHIPLMLPCGHTFCEGCLLKAAKKQSEIKCFECEEVHKLEVNGEIGVKHFLPDIYL
LGLISYNRRLTIESSQSYLCGGPLSSFNGLGCIAQKINSSVFNENIESDKTMSESSNILCEECLTKNATCQCNICENCKF
CDACFNKIHQGSKTLSKHQSISLSLESDIEISCSVHHGRKLEFYDQQLKQPVCALCAISEKCQGHHIAPIIEMFDNKDLH
KAYQQVQETLFWLQHSKEKLKTSIPSEIDEVNKIFTDIHSKFNTAHSLLQKR                            
>Hmag_XP_002155691                                                              
MESILAVKKEEDKLKSKYASYRSSSTQNLDDLIEEINLFKQSLNEVTESDSYLTPLQTHLLAATAKKVKDVTKKVSLEHK
ELHVYVSKIGKVIDRNFSSDFSGLTQGEIFNDESRKLLNEAIAEHLLRQGRVDIAENFIKESGLVIEAHHKDSFTNLNYM
LNEIKDKRLDSALLWACQHHDELILKKSCLEFKLHKLTFLGLLERQRHKEALDYSKIFASFSEHADEIKRLMGCFAFLNR
GIENSPYADLFDSASLVDVSDHLAKDVCSLLGLSNQSPLEVSLTAGCIALPTLLQIRQVMQQRQVEGIWSTKEELPVEIN
LGRELQFHSVFACPILRQQCGQSNPPMRLVCGHVISKDATQRLTHGNKLKCPYCPVEMDPREAKKIYF            
>Hmag_XP_002169930                                                              
MQRSLTCKNCYQNYDFLKDNKPIGPHIPLMLPCGHTFCEGCLLKAAKKQSEIKCFECEEVHKLEVNGELGVKHFLPDIYL
LGLISYNRRLTIESSQSYLCGGPLSSFNGLGCIAQKINSSVFNENIESDKTMSESSNILCEECLTKNATCQCNICENCKF



CDACFNKIHQGSKTLSKHQSISLSLESDIEISCSVHHGRKLEFYDQQLKQPVCALCAISEKCQGHHIAPIIEMFDNKDLH
KAYQQVQETLFWLQHSKEKLKTSIPSEIDEVNKIFTDIHSKFNTAHSLLQKRQIEILEEVADTLLTDTSSTNKLIESISK
KLSCLNATLKDYECVKKDQRIMSLKSSKLLKSLNDFVDIPCILQIDQDGYRIKSHLNEDFIYESNDLVNVTFVEDPYNFT
VQLNADKERLLVMMSALNKHCRSANSQTDLVYKVEKEFFELPEMGMPCSLTDIVPPCQAQSWSTRSIKAFKSLVADKTLL
MTV                                                                             
>Tadh_XP_002117776                                                              
MSADTESKPDCEEKSTKEWKGLESVSNEVEKAATKINVAHQQYHQDIDGLIEYVANVQQQFTALKETDQDPISSFSIIQS
LTRTIERIKETVSKISSNHKELHSSISKIGKAIDKNFVTDDHILGKEDVVDANKQGALMEIICEHLLRLGCIDVGRTLIK
EAELDWDESRLEPFMELNQILRACRDHNLDPAMQWVVQHKPALDARNSPLEFMLHRIKFISLLQDNERRALEYARHFSSC
SQRHQKELQKLMACFLFSKNGRLSTSPYATFLNPNIWMEVCDVIVSDACALMGLPCESSLAISLNAGCLAATSLLMLKSQ
LKYPHLHDVWSNADELPIEIDLGPKYRFHSAFACPVMRSRSTEANPPMRLSCGHAISKEAVNKLLTGSKPNLDYM     
>Tadh_XP_002117764                                                              
MVDKEAARREYPDIRALEHSTLKVPYEILNKKFRTAQKAIDREVANVLGGSNDILHCSSDSQNQSIDSVADFLGGVVQKL
TALKRKADDCYQQEQGCIKNCKLRISHLQDRMDQVRKDLPENDFTVTMWQRKRCNRFIVDHLLRQGYYKAAIDLMEESDI
EGLCNIEIFTVARKIEASLQANNITLCLNWCIDNRSRLKKIKSTLEFNLRMQEFIELIREGKRLDAVKYARRHFSNIDSS
SCDLMKRAMGLLAFQIDTNCQPYQDMYDPQRWKMLLRQFRDDIFSLYQLKERSMFSVILQVGLASLKTPDCYDENKKSLQ
CPICSSNFNEIARTLPFSHCSHSRLVCRISGEEMNGNNPPMMLPNGMVYSEKALLKLADSNHGTVICPRTNTSYPFSELK
RVFLL                                                                           
>Mlei_ML065727a                                                                 
MTTTPLPSNPVQEGAAPENDNGDSDLPTAMGVLQTSLSYSGDSGTPVDLSVATESMQAELTCPACSKPYDLPTEENVRDK
RPRVLPCLHTVCGECLEVLAKEDVKKKSIKCPRCPEKTLCCPGCNKGVGYAPKNPEVLRCPVCRREALIPGGTVLGFKTN
MRLMKLLQMVKLRGELKEGNVQCVGCAEQAKVHCIECQENYCQRHADFHDRSRATCDHHLVVIEDILESHQAFQMLHKRH
YCLSHPKELVSLFCSDCEKAVCPRCAIGFHKSHDVTSIEEVYEHIKSIVKIKNAERESDVESLTAKRKIQEMTERCINYL
KERELELVKQVNQRCSCNDDVMKIQLTQIEENLTNLKEGQDFIASAFANWTEAEIVAIEDQMLGKLEELAEIETHKYTYP
VSRTEFVDEGLMELTEVIRDLGDIITEERVKQAISALGLVSRENTKSGVDLLRTSAVPPSREA                 
>Mlei_ML071160a                                                                 
MKSSKASEIVALEYTTVKVPYEVLNKKFRQAQKIIDREISQLSNQISNIMRLPSPELQRQAMPAFKEKLTSFRKRYADCL
TKEGGYADKCLHRLQHLAEYTTNSDPKSEAIWKRKRLDKILVDYFLRNSHYETALQMVKSGGIEDIVDTELFISGRDIEN
SLVAHNVAPCLQWCHENRSRLKKTRSTLEFNLHTQCFIEKIRSKDYMGAIQYAQRYLVESEGMSKEKLQETMVLLAFKPS
TECEKYKALFSEERWQELVLEFRASNYELHHLHSDSLLSTVLQSGLSAIKTHQCYSSEKSGDCPVCNEPLNSLATPLPFS
HCTQSRLICRISGQPMNEHNAPMMLPNGNVYGETALTERMATHGIVTCPKTNEKFWLDQAQKVYVM              
>Mlei_ML46395a                                                                  
MDAVSVLQKEFCKVNSKHKELQEGLSNLDDLVAAVENNQDLDCNWYLNQVKTELTNISVSHKDWHGSISRFGKVIDKQLT
ENVSFFTNRDLISGRNSQLLHQLICEHFLRQGNLELVEKFVQDSGHKLEECKKRPFVDLNQIVGSLRKRDLLPALKWCEN
NRPALKKRAQCTKSNPPMRLECGHVISNDALKRLAISNKVKCPYCPQETSPSEAKQIYF                     
>Ocar_g1003_t1                                                                  
MAESIRAVERERAKASAKVEVARLSSTKMLEDLTTQLIQYRDSLLERSNGDAEIDEEQASLLSQQMQKAKESALKVSSDH
KELHGNISKIGRAIDKNFTVGVDAYSQENAFHGVERTRMLNRVLCDHFLRRGHLEVARSLAQLNRILECCKRRDLNPVLG
WIAANHEWLTARKSCLEFKLHRLKFLSLLQEGERGIALEYARNFAPFAELRKREFQQLMGCLAYAGQGLSSSPYSSLLDS
VHWMEVCDEFMKEACALSGLPVNSHLAAGLTAGCTALPSLLQIKSVLCQRQVHDMWNAMDELPIEIEVGSEHHYHSVFAC
PIMKQQSTAENPPMRLSCGHVICRDAIDRLVTGSRLKCPYCPVEMGISDTKEVYF                         
>Aque_XP_003385338                                                              
MEACLAVEKEHTKVNQKLQSASQTISNKMEETINSLQSLRSSLANEEKPVLTDEEVQSVKSLISQVTSDVQSVSQTHKDM
HASISKYGRIIDKYFMQDSKSVSSSITAQQNKASLSRAIYEHLLREGRMDVAETLLKEAGLSHEESFMTLFKDIHYIVQA
LRNRDVDPALRWVEGHRDELLRHGSSLEFKLKQRKYLLLLSLGQINEALSYAKELGDFSPLHNKEIQRLMGCLLFIRRGL
ESSPYSDLLDPWHWSDIIDTFTRDACYLLGLSLESPLAVSLAIGSAALPQLLHLQSVMIQRQMADVLSGRDELPCEIQLP
WRYRYHSIFTCPILRQQTSESNPPVRLNCGHAISRDAMKKLVGHSGRLKCPYCPLEMMAKDVHILKF             
>Aque_XP_003385134                                                              
MAENTNSTSMTCEVCSEYYTDPLMLPCLHSFCKKCLIKAKEKQGSADTSLKCPTCDTSVNLPDGKIEGLAQNLWFEHKSK
EASIEKKILGKEAISCDECSVDDSSDAAVVYCCDCGQFLCDYCKKGHKRKPKKSSHKLIDLETKESLELSPIKHEDGYCL
WHTDQKLIYYCNDCEKLVCPNCLLIQHKSHNVVDCTGVGETARKALKESVTSCDGVIPSVTEAIANGEKMLEQIAAHKEE
VSKEIKETFEELKALLDKRCHELLMETEEIASVKRNSVEKQLDRFRKLVKQVSCGCHLASSVSERTDPGEVLSVKKLITN
QLEECIEEYKKLPLEIEDKGAISRFLDVPTLSKEISEFGSISECYVQLDSSFYSIDSGLAIPLATVKKERKFKVALPAGI
NKAAHFLKASFIKSDGSKEEGRVVIVPDINTAIVSFTPQSIGGYELSVTMRGHHIIGSPYPLSVKASRDYTTLTNQRNFD
VGNHTYGVAIHTNGEVFASSNDGFVQVFSKDGTPVRRIGSKGDDNGQFKSPHGLLLVGDRLYVSDHNLHRVQYFSATTGQ
YIGQFGSKGNGNGQLWYPKGMSTDGKGNIFVSEYRNKRVQVFKEDGAFVQVIQCNGNVTDVAVDNEGKIYVATFKNNSVQ
VFSPDVLCKELLLMMEGIFWY                                                           
>Aque_XP_003383314                                                              
MSSTSFRDEVTTLEHPTLKVPYELLNKKFRTVQKVIDRDIISVSGSVSDLTSSLSASSGTPTTQVLFAIDNLTQKLQSFK
KKCDECIEEEKESSDLCKVRLDHLKSYASGDQPEGLQTAWKKTRCNRTLVDHFLREGHYTSAMLLAQSCDIEHLVDVRVF
QVCQHVEEGLRSHNTAPCLAWCHENRSKLRRLKSTLEYRVRLQDFTELVRQEKRLEAVKYARKHLSTGGDEMMSDLKSVM
GLLAFSPQTPCKKYKRLFSLQRWDDLIAQFRLENLSLYQLHSHSILCTALEAGLSALKTPQCYKQGEHNIQCPVCSELFN



DLASVLPYSHSSQSYLICNISGEPMNEHNPPMMLPNGYVYGEQALLRMSESNGGMIKCPRTSESFQYSSIKKVFVM    
>Mbre_XP_001750089                                                              
MGSKSKTLSHRRQRQRRSRSRSLSLSLTHTLSLSLSLSLSLSLSLSLSLSLLINPCLTSPGCGCFFALSKHWWGKPRGLT
IREKASNIRTNMAAGPEKVLAALDAVNCDRLMQQAQDLSNLINNNNNTELAAACLALQKQARSVLKNTAKVSQLIDEKER
DDLTRAVVAQMAEDGLAHLVQEVGLSRCMNAIVFNMPADEPDTTLCEPASAMRMPAQYFPFALTRLRSDPICYRDSLQQR
LTGLSRKHAGLPAQSHLRAACSTGASLLPRVSKWQTLMAASNQDTGAWSDLPEMPIGLDVGQDVSAHSVFVCPVAKVSSS
EENPPMRLSCGHVLCQDSIKSMCRIRAMIKCPYCPERCTFLDCQAVSFE                               
>Mbre_XP_001745938                                                              
MRTLVRKLQIEVSRAALPVRATSPSCFDHKKYSPTITVGLDSLRKTSKNLAHSKSGSGARWSVRKPKRLGEDLLSSVHLP
TARLSLMSWSRASIISPLHRSETLSDATLREFMIDHLIREGHYTTAMALADHSQVKALLDQDTFCRLQPVVQALESHNLE
SALAWCADHAAVLEKKRSTLPFKLHAQRFVQLIENEDLAQAVEYAHNHLAPYGEAPFVNEERWHDLVDRFRRNAFVVLQA
NTGPAPLTLLASLGLAGLHTAACAPGKSSDCPTCSPLFQHLAKRLPVALHTQSVLVCRLKGVRMDENNPPMVLPNGNVYS
REFTCKLCCVVCVCVCVCVCVCVCVCVCVCVCVCVCVCVCVCVCVCVCVYLCSWIRGLLSVLRPFGTENMSDWDASDFEA
EAAEVEEKPKWDDEEPGAAEPTTQELVPASKPPSKYNDMDREELLQVIARLEAQGPTQKKAPKKKKLKQILAEREAAEAA
RAEELAQAEQELTPEERAAAKIVERRQVEESHMDAAKDLFGGDEEEEEVVLFEAMQPKTKEDFEKFARAIVKKARKYDVS
PHYLDFVDALFRDLLENASSEKIRQAIKSVNVLANEKAKTEKNKKTKSKPKKAQIQASRGAASSVAGFLDGDGYGDDYGD
DLDFM                                                                           
>Sros_PTSG_02480                                                                
MSSQDTTRQLFTEIGCLEHPFMKASVDEVVRVSKSCQKLIDTEMVSIIKAFDELAGSSDVSAAVVDARLAAMQTQIEQLE
DQMQEIRQAESEVFEMCAARVQHLQNAETMSADLWKQLRVNRFLADYLLRNGLYDTAEKLAAVPALASLINVPLFQEVRA
LEQHIRNREFEPVLVWHARHEQRLRRLGSTLLFKLELQVFIELIRKDERAEALAYARTAFPKHAQQHMDTINKAVGVLVF
PQQHASQELLSEERLEDLVQQLRRNNFALHSLTAQSVFDATLQIGVSAFKTVHCGNPNTALSTCPTCSKDMQPLAAKMPY
SVQTTSKLYCRISNARMDEHNPPYMLPNGQVYSEQALRSMQETNGHITCPETHNTFHMSECKRVYIV*            
>Sros_PTSG_07858                                                                
MKRQVSIERGLTCLQDPHDGDNDLVRSVVDPTEERGMVLSSTEGTSVNAQHWTDSVNEALSSNESSRSSTSLAPSELQLH
CPSCSVTMSDAKHVPMSLIPCGHVVCRSCLTAGRSDLGFLLCATCNELTSSSIMNATLKQAIAAEIAAQEKAQEKRKART
DQRGIRQQWKSNLNRKSIFFDSAAPSNNSPTTLTTTATANMAINGRSEAGTAVGETRAVPARKRSSQANATSGPSSALGN
TATSVGGGVGTPSKGSKTGLLSTSAGNSNNNSSSNQRHDLTDTGANMAACKQGQGTKPAMRRDASRSFYFPRQPLQTGIT
KTRSEKRISGTARPPHHTAHRRISHQAQVATEQYVARVHMCMQLETQVSSLIQSLAEVDMAIKKEEAESRDTASEIERID
EQVAFLQQQRKDLVQQQAEQQATTKRLQDNRKGVVADLETAKTNFGQVTEELRAHRNTLEQEGALQEATKKARQSRIFDV
DLATTPTPPPHAGGETRSCVVTPTHLPGSSTHSDRSTPSYTLEHMAGCSGPLKFTHLARHTAVSATASQKSGATATNANS
TQTRVSKQQTDATCSENDSTDSTRATNKDASPVPFPASTNSAKQTNLPEGASTNSIVFTDDDTRQHPTAPACKRATTDAV
TATSDNDEHLWRPTAEPRHSLPTTPRVMCNARLVLDEDDDEDDDDDEDDEDHGEVADSTGGGRGQKPNQVGCETQPDVLA
PGAVTTKLKVNCDGEAGVAGKRGSDPRLIRAATRRASAPLPPHLQPSSPHAAHPTPSNMSAVVWDDAQREATNDNHKSSS
EDGCIKYPSAAMMPLAPGSCIKSAAQSNSSAHGDRGDGAGDDGAANLDDYDDDDDDDDDDDIMASIRLMLMGDAGEMEQA
KSRVLATSLAAVIDSGANANSSGHELEGNSADDTAAHLVTDQHLSKDAALPVVDPYDFIDDIGNASEDDSTAPDAESHTA
KPVNELQHTVAGCSDLHDEDESEV*                                                       
>Cowc_CAOG_04251                                                                
MDALLSEHKRLSTKQKQTTLKTLQHLDNVIKQLEQAKSLMLVDPNPGAGSDAMMMETSDSATPTPTLTTTNAAPVPSESR
EQIVKSFVFKAKSVKEACDKVTEEHRDMHATVSRFGKTIDKAFVTDIDKFANPAAFEGAQAALLNEVIAKHLLRQGHFAA
AETFIRESGLTLEQPQLGPFIEMYNIMEAFKQQDLAPALRWASENRQALERIGSSLEFKLHKLEFLRRLQIDRRDALQYA
RVQFVPFSHSHLNEVQRLMGCLLYYGRAPPTPYMELVDSIHWTEIAHAFTRDCCAMLGMTYDSPLFVSFLAGCAALPTLL
KMASVMQGRGASSTLWTSKDELPVEIELGKDSQFHSVFACPVSREQASPENPPMMMKCGHVVCKLSLERLSKNGGRFKCP
YCPVEQTPADAHIVHF*                                                               
>Cowc_CAOG_05009                                                                
MDEQTGSSSSSSSSSAGSALGVLEHPFLKVPYESLNRSFRNSQKLLEKEMAHVVATYADLQKRADAANPASRLSGSAAVQ
GIENVVARLHKLKRKVEEVLGKEDQDIQRCKIRLDHLQQQQSAKTIGAPDQQLIWNMTRLDRVIVDHLLREGYVETANKF
ATDNGILDLVDVDVFLESRSIEEALQRHDCTAALAWCNVNKSRLKKSESDFEFHLRRQEFVELLRSGKRAEAIAHARKHM
SPFSDTNMRDIQTAMGCLAFQPSTDCDSYKRLFDSSCWNDLVEEFRHDSFMIHSLTSQSLLSISLQAGLSALKTPMCYQH
EDKNPNCPVCSTTINDLARDLPFSHRTQSCIVCRISGEVMNEHNLPMALPNGNVYSFTALQEMARANNGIITDPRTKQTY
SVSELRKVFVL*                                                                    
>Mvib_comp15806_c1_seq1_fr4                                                     
HNQLSAVPLELGQLTSLETLNLSDNPLPCTDGLVVLADLRCQLQARKFSLNQLKDTSSESPAWLCPVCNEHYAVSMHEPR
TVPCGHTFCTTCIERLQRKECALCRAPFECVPPVSYLLRDASRHMMLLDFQSCLTQSEKSLRVIQEQLTEPIAVWSEIDR
EFEQLIFVLRARHTALKSNADDSEMERRRQLEACGRRLAEGQGFLRGGDAEVTMCLTKRDEMVADNDEVIRLSTKKYATV
DCTAVKKAIEVMGLTFVSKGTIRARDDCSADEDCDNAELHKRPRFQ*NITMKYS*NCNNNSIIFILMC            
>Mvib_comp15806_c1_seq2_fr4                                                     
HNQLSAVPLELGQLTSLETLNLSDNPLPCTDGLVVLADLRCQLQARKFSLNQLKDTSSESPAWLCPVCNEHYAVSMHEPR
TVPCGHTFCTTCIERLQRKECALCRAPFECVPPVSYLLRDASRHMMLLDFQSCLTQSEKSLRVIQEQLTEPIAVWSEIDR
EFEQLIFVLRARHTALKSNADDSEMERRRQLEACGRRLAEGQGFLRGGDAEVTMCLTKRDEMVADNDEVIRLSTKKYATV
DCTAVKKAIEVMGLTFVSKGTIRARDDCSADEDCDNAELNKRPRFE*KYYNNNKKWNAC*LKKKKKK             
>Mvib_comp15858_c4_seq2_fr4                                                     



NYFSVFIVSSLTFLIVG*SLFEAWQQWHAEGWAVRSECCPWLR*DGRTDRWAALRVRGWRARSGPSKSAWASRWKRSRGC
GASSRLHRRNYLSEKSCD*KRHGEVRDSPAPMPLSTTPALPFSIWALTGPCAAS*PPSALKNPLPSRLWPFPRSAKGPTY
*PQQRQVRAKR*CICFR*LSGFARTKRLFRRVLLCVCCVPLRLWSFQAKSLPAKYTKCV*K*RNHWGCVQLFLQQLAIRL
C*KSPLSDHLTLPLEPHSNSFL*WKTRSYTRRTHSVWCWTRQTHSSTRHLDMILTLLLANFPNDALVFSLLRAVPQ*VQP
SRPLFAIVSLIVPL*RQSHCIEVYATLLTGLSTLWVALVAKTRLCVLPRHWWIASSVGSMRTQWCSATRARVPSGYGRHC
ASTWLSTCGMRDTLAQGM*LKALWVRARRAL*MSAKLQGCGV*DSSLKGPWRTTWRTMCLSCCSRRVS*VLASVVLSGKP
SHSCHWMVW*TIAM*IVVVVVVVALRLPLLLSFLPLRLLVVVVVKSLRRPIVVMHLLMRMTTLRLFEDHTF*KSRD*WEV
*SSAEHLAGHRTLIWWGVCGGVRSRHFFIAMRVGCWG*RCARPWLSGMYFCMCMCMCMYVCERGLSLCDCR*WSVRVRLN
SGAIFLCVYSDCTSESVLASLCEVCDF*VFGLSV*YLREWFLSLYFSVDAGAQALPTLLKMTQVLNQSSSSNGTSSSTSV
WTSRSELSVQVPLSASHEYHSVFSCPVTKEVSTADNPPMLLPCGHVISKDSVTRLLKGPRFKCPYCPAEQTLSAVSQIHF
*V*LCNEE*LCLKAEKKKEKKTRPLTKLTFFFFFFAALNRIAARPCVFVQIFLGTHWVPRRGLRLIRSLLFAHSFVLSFF
FFFFFL                                                                          
>Mvib_comp15858_c4_seq3_fr4                                                     
NYFSVFIVSSLTFLIVG*SLFEAWQQWHAEGWAVRSECCPWLR*DGRTDRWAALRVRGWRARSGPSKSAWASRWKRSRGC
GASSRLHRRNYLSEKSCD*KRHGEVRDSPAPMPLSTTPALPFSIWALTGPCAAS*PPSALKNPLPSRLWPFPRSAKGPTY
*PQQRQVRAKR*CICFR*LSGFARTKRLFRRVLLCVCCVPLRLWSFQAKSLPAKYTKCV*K*RNHWGCVQLFLQQLAIRS
LYLCFICYCFLILIFFLGGGVV*ALLKKSLERPFDIAIGTPLKLISLMENKKLYSTDAQCVVLDEADTLFDETFRHDIDA
LIGELPERRTGLQFVACSATMSSALKAFVRDRLSNSTVVTTESLHRGLRNIAYRFEHLVGRTGREDETVRLAKALVDRKQ
RRQYAHTMVFCNTSESAKWLWATLRKHMAEHLRNAGHTGAGDVTEGLVGAGQEGLVNEREIARMRRVRQQFEGTLAYDVA
DHVPFVLLTTSKLSARERRAVWKAFTQLPLDGVVNNSNVNSSSSSSSSPTPATATVFSPSETASGSGGEVSSSTNRRDAL
AYAHDNFAPFRRSHILEISRLMGSLIFSGALGRSPYADLVGSVRWSEVETLFHRDACRVLGLTLCSPLAECVDAGAQALP
TLLKMTQVLNQSSSSNGTSSSTSVWTSRSELSVQVPLSASHEYHSVFSCPVTKEVSTADNPPMLLPCGHVISKDSVTRLL
KGPRFKCPYCPAEQTLSAVSQIHF*V*LCNEE*LCLKAEKKKEKKTRPLTKLTFFFFFFAALNRIAARPCVFVQIFLGTH
WVPRRGLRLIRSLLFAHSFVLSFFFFFFFL                                                  
>Mvib_comp15858_c4_seq6_fr4                                                     
VKKV*VTLFVSRLRLIVIVEISRLMGSLIFSGALGRSPYADLVGSVRWSEVETLFHRDACRVLGLTLCSPLAECVDAGAQ
ALPTLLKMTQVLNQSSSSNGTSSSTSVWTSRSELSVQVPLSASHEYHSVFSCPVTKEVSTADNPPMLLPCGHVISKDSVT
RLLKGPRFKCPYCPAEQTLSAVSQIHF*V*LCNEE*LCLKAEKKKEKKTRPLTKLTFFFFFFAALNRIAARPCVFVQIFL
GTHWVPRRGLRLIRSLLFAHSFVLSFFFFFFFL                                               
>Mvib_comp383_c0_seq1_fr5                                                       
ADNHALHNLTSQPLLTMTLQAGLSALKTPMCYHEGDHAINCPICAGDTFGVLAEDLPNAHHVNSCIVDRISGVIMDEDNP
PLVLPNGYVYSAQSLQEMAAQNG                                                         
>Mvib_comp15858_c4_seq1_fr5                                                     
IIFLFLLFLL*LFSSSDDHCSRLGNNGTPRDGPSGASVARG*DETDGRIAGPLCACAAGAREAGRARALGRQGGSEAAGV
EQAVDFTGETI*ARKAAIERGTAKCATRQHQCRCRRHPPCLSASGP*RVLAQPADRHRH*KTHCHPDFGHSRDPQRDQRT
SRSRDRFGQNVDVSASGD*ADSRAQSGSSGGYCSASAASPCDCGRSKQRACRPSIRNVCENSETTGGACNSSYNNSRSGH
FIYVLFVIVF*Y*FFFWGGGWFRLC*KSPLSDHLTLPLEPHSNSFL*WKTRSYTRRTHSVWCWTRQTHSSTRHLDMILTL
LLANFPNDALVFSLLRAVPQ*VQPSRPLFAIVSLIVPL*RQSHCIEVYATLLTGLSTLWVALVAKTRLCVLPRHWWIASS
VGSMRTQWCSATRARVPSGYGRHCASTWLSTCGMRDTLAQGM*LKALWVRARRAL*MSAKLQGCGV*DSSLKGPWRTTWR
TMCLSCCSRRVS*VLASVVLSGKPSHSCHWMVW*TIAM*IVVVVVVVALRLPLLLSFLPLRLLVVVVVKSLRRPIVVMHL
LMRMTTLRLFEDHTF*KSRD*WEV*SSAEHLAGHRTLIWWGVCGGVRSRHFFIAMRVGCWG*RCARPWLSGMYFCMCMCM
CMYVCERGLSLCDCR*WSVRVRLNSGAIFLCVYSDCTSESVLASLCEVCDF*VFGLSV*YLREWFLSLYFSVDAGAQALP
TLLKMTQVLNQSSSSNGTSSSTSVWTSRSELSVQVPLSASHEYHSVFSCPVTKEVSTADNPPMLLPCGHVISKDSVTRLL
KGPRFKCPYCPAEQTLSAVSQIHF*V*LCNEE*LCLKAEKKKEKKTRPLTKLTFFFFFFAALNRIAARPCVFVQIFLGTH
WVPRRGLRLIRSLLFAHSFVLSFFFFFFFL                                                  
>Mvib_comp15858_c4_seq5_fr5                                                     
LKKFESLSL*VDCD*L*L*KSRD*WEV*SSAEHLAGHRTLIWWGVCGGVRSRHFFIAMRVGCWG*RCARPWLSGMYFCMC
MCMCMYVCERGLSLCDCR*WSVRVRLNSGAIFLCVYSDCTSESVLASLCEVCDF*VFGLSV*YLREWFLSLYFSVDAGAQ
ALPTLLKMTQVLNQSSSSNGTSSSTSVWTSRSELSVQVPLSASHEYHSVFSCPVTKEVSTADNPPMLLPCGHVISKDSVT
RLLKGPRFKCPYCPAEQTLSAVSQIHF*V*LCNEE*LCLKAEKKKEKKTRPLTKLTFFFFFFAALNRIAARPCVFVQIFL
GTHWVPRRGLRLIRSLLFAHSFVLSFFFFFFFL                                               
>Mvib_comp11796_c0_seq1_fr6                                                     
FCLFGMASGSPVVEPLEHSLLRVPYESLNRTFRATQKLLEKEISLVLTSLKQASSGREGEGNRDEVLASVAGRLAMLKRR
LRDACSEEEKWIRVCRQRLDHLDDGHVASNAQRWSQQRLNRYVVDHILRQGHHVTAQRLAQETNVTEMVDFDVFERAHAV
QESLRRREFDVAFQWCNLQKSRLKKLNSPLEFELRVQEFVELCRVRDTAKAIKYSRVHFAGSVVEERMGEIEKAMALLAF
GPETQCDRYQAYYSDARWDSLLSLFALENFRVHSIVPQSALSMTLQAGLSALKTPMCYDRDKSSANCPVCTPLLNQMALT
LPFSQRGQSCLVCQISGDIMNEDNPPMVLPNGYAYGKKALEAMGRECGGRITCPRTKEVFRLRDAKKVFVM*CDTVYLCV
CVCV*TDVSC*RE*DQSKSGQNALGSHSAGESESFPMSTWLSC                                     
>Mvib_comp15858_c4_seq4_fr6                                                     
LFFCFYCFFFNFSHRRMIIVRGLATMARRGMGRPERVLPVVEMRRTDGSLGRSARARLAREKRAEQERLGVKVEAKPRVW
SKQSTSQAKLSEREKLRLKEARRSARLASTNAVVDDTRLAFQHLGLDGSLRSQLTAIGIEKPTAIQTLAIPEIRKGTNVL
AAAETGSGKTLMYLLPVIERIRAHKAALPAGTALRLLRPLAIVVVPSKELAGQVYEMCVKIAKPLGVRATLLTTTRDPAL



LKKSLERPFDIAIGTPLKLISLMENKKLYSTDAQCVVLDEADTLFDETFRHDIDALIGELPERRTGLQFVACSATMSSAL
KAFVRDRLSNSTVVTTESLHRGLRNIAYRFEHLVGRTGREDETVRLAKALVDRKQRRQYAHTMVFCNTSESAKWLWATLR
KHMAEHLRNAGHTGAGDVTEGLVGAGQEGLVNEREIARMRRVRQQFEGTLAYDVADHVPFVLLTTSKLSARERRAVWKAF
TQLPLDGVVNNSNVNSSSSSSSSPTPATATVFSPSETASGSGGEVSSSTNRRDALAYAHDNFAPFRRSHILEISRLMGSL
IFSGALGRSPYADLVGSVRWSEVETLFHRDACRVLGLTLCSPLAECVDAGAQALPTLLKMTQVLNQSSSSNGTSSSTSVW
TSRSELSVQVPLSASHEYHSVFSCPVTKEVSTADNPPMLLPCGHVISKDSVTRLLKGPRFKCPYCPAEQTLSAVSQIHF*
V*LCNEE*LCLKAEKKKEKKTRPLTKLTFFFFFFAALNRIAARPCVFVQIFLGTHWVPRRGLRLIRSLLFAHSFVLSFFF
FFFFL                                                                           
>Sarc_SARC_03119                                                                
VEIDVGKDHQYHSVFACPVSREQTTAENPPMRLPCGHVIAKVSLRNLSKGVRFKCPYCPQEQTPADAVQIYF*       
>Sarc_SARC_08356                                                                
MNTAMEGILTGVSKFNVSFLILAESNSMTPTEASKAIDAVAERLMLFKRKMDAQLQDEQRLVQRCKQRVDHILLPNADDD
KPVFCHRRIERILIDYFLREGFYDTAAAVAADSKIGHLVDIEMFADSKRIEDALARQDCEEALAWCVENRSRLRKQGSTL
EFNLRKQEFMELIRQGKRNAAIAHSRKHLSPFHTTNLKDIQRAMGCLVFNPDTTCLTYTYLTSMKRWTDLRAQFRDDNFK
LHSCTSESMLSIILQAGLSAFKTKMCYQPENKSLNCPVCDPLLNKLAEKLPFSHRLHSSLVCRISGELMNDHNPPMVLPN
GYVYSEKAIKEMATRHDGKIICPRGGQRYRLDAVKKVYVM*                                       
>Cfra_g4397                                                                     
VEIDVGKDHQYHSVFACPVSREQATNDNPPMRLPCGHVIAKLSLRNISKGVRFKCPYCPQEQTPADAVQIYF        
>Contig57211_Abeoforma_whisleri_fr3                                             
KNSPNKIKITRSYTHTHTRFLQYKQIIVSLLCCNVSDALEYLYFILTFVISLIL*TCFSISNGLSVFAWYKGKER*QEKK
S*KDIKGIRVMEAVCREYERLEKRQSSCAKKTLMSIDELILATENCRKKLAEGSADMDVDGAPPDTNNEGKKHLTELLKK
VKSQKATPSHKEIYGMISKFSKSIDKNFQSEIETAADSEVFEEKQETLNEIIAEHFFRQGRFDIAEIFVQETGLAFDDHR
KEPFLKMFYILESMKRKDLEPSLQWAHEHTHQLKEISSNFEFRIHRLKFGQLLLSQQPLEALLYAKRHISRFADTQLPEI
KEMMGSLLFCSDLQNSRYSSFASDSQWTEVSNLFTEDCCRILGLSYQSPLGSSVAVGCEALPRMLKLTNVLKDKSGVWSQ
SDELPVEIELEDKHQHHSVFACPVSREISTRDNPPMILPCGHVIAKLSLIRLSKSSRFKCPYCP                
>Contig13305_Abeoforma_whisleri_fr4                                             
HSLYAFKTKITKVEIKKK*ITIQKSP*HVS*TTL*FVKYH**FHLL*ERR*IHFIENSDKFILSTTVLD*S*QNNSKDNI
NKNNRKNQLFVKVECFNELYNNNKNHNNNNKSKSSCINKKKR*K*S*TFFLLEILNEIKSQTIKETKTKTKTKTKTKTNK
IKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQNL
GSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLLR
KGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRNI
EAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGLS
AQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHGF
FSCPRTGETFHSKTFRKVFIM*N*KKTH                                                    
>Contig13306_Abeoforma_whisleri_fr6                                             
KIKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQN
LGSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLL
RKGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRN
IEAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGL
SAQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHG
FFSCPRTGETFHSKTFRKVFIM*N*KKTH                                                   
>Contig13307_Abeoforma_whisleri_fr6                                             
KIKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQN
LGSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLL
RKGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRN
IEAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGL
SAQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHG
FFSCPRTGETFHSKTFRKVFIM*N*KKTH                                                   
>Contig13308_Abeoforma_whisleri_fr6                                             
KIKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQN
LGSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLL
RKGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRN
IEAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGL
SAQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHG
FFSCPRTGETFHSKTFRKVFIM*N*KKTH                                                   
>Contig13309_Abeoforma_whisleri_fr6                                             
KIKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQN
LGSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLL
RKGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRN
IEAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGL
SAQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHG
FFSCPRTGETFHSKTFRKVFIM*N*KKTH                                                   



>Contig13310_Abeoforma_whisleri_fr6                                             
KIKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQN
LGSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLL
RKGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRN
IEAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGL
SAQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHG
FFSCPRTGETFHSKTFRKVFIM*N*KKTH                                                   
>Contig13311_Abeoforma_whisleri_fr6                                             
KIKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQN
LGSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLL
RKGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRN
IEAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGL
SAQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHG
FFSCPRTGETFHSKTFRKVFIM*N*KKTH                                                   
>Contig13312_Abeoforma_whisleri_fr6                                             
KIKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQN
LGSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLL
RKGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRN
IEAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGL
SAQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHG
FFSCPRTGETFHSKTFRKVFIM*N*KKTH                                                   
>Contig13313_Abeoforma_whisleri_fr6                                             
KIKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQN
LGSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLL
RKGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRN
IEAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGL
SAQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHG
FFSCPRTGETFHSKTFRKVFIM*N*KKTH                                                   
>Contig13314_Abeoforma_whisleri_fr6                                             
KIKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQN
LGSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLL
RKGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRN
IEAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGL
SAQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHG
FFSCPRTGETFHSKTFRKVFIM*N*KKTH                                                   
>Contig13315_Abeoforma_whisleri_fr6                                             
KIKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQN
LGSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLL
RKGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRN
IEAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGL
SAQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHG
FFSCPRTGETFHSKTFRKVFIM*N*KKTH                                                   
>Contig13316_Abeoforma_whisleri_fr6                                             
KIKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQN
LGSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLL
RKGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRN
IEAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGL
SAQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHG
FFSCPRTGETFHSKTFRKVFIM*N*KKTH                                                   
>Contig13317_Abeoforma_whisleri_fr6                                             
KIKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQN
LGSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLL
RKGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRN
IEAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGL
SAQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHG
FFSCPRTGETFHSKTFRKVFIM*N*KKTH                                                   
>Contig13318_Abeoforma_whisleri_fr6                                             
KIKDRYARRTQRQR*RIN*ISKTKTQTELSKTAE*YFAIGKMSVASQPFSLEHPLVKVPCELLNITFRNNQRMLEKEVQN
LGSTIGDLCKKEVTEQSLETLEKLTVRLKAFKRKIEEGLDEEQATIKRCKTRLDHLSTYGNDDYDWVNQRLDRVMSDYLL
RKGYHDTAAVLAKKSNIEELVDTDVFIECHVVENSLTNHDCSKALQWCSENRSKLKKMNSFLEFNLRVQEFIELIREKRN
IEAIAYAKKHLSPHSETCLKELVEVMGCLAFGPNTECPKYQKYFEEARWKALCKEFQNTHHSIYCLTPLPLLNITLQSGL
SAQKTRMCYQEGHKNFNCPVCSPLFNILAKDLPFSHRTRSQLVCYISNEVMSSANPPLMLPNGHVYSQNALTEISDRNHG



FFSCPRTGETFHSKTFRKVFIM*N*KKTH                                                   
>Contig27450_Pirum_gemmata_fr2                                                  
KRKKIIKMISKTHFSLEHPLIKVPCERLNKVFRNNQKLLEKEMNQASVIIDELARKDSFDDKSKDRLEKTTVRLETLKRK
IQDGLAEEEEILKRCKVRIAHPKSYENDEIKWRNQRLDRILVDHMLRNGYDKTAEKIATDSKIKDLVDSEVFKEGHDIIE
SLTNHSCTETLTWCAENRSRLKKMNSSLEFSLRVQEFIEFVRVGKRLEAIQYAKKYLSPNADIYMKELQEVMGCLAFGPK
TACFKYKAYFEDGRWDKLCEQFRADHFALYSLTPLSLLNITLQSGLSVQKTRDCYNDYSKNPNCPVCCPTFNHLAESLPL
SHRTHSQLVCKISQKVMSSGDPPMRLPSGYVYSESALGEMARRNHGRVTCPQTGQRYSYKKDLKKVFIM*KKKKKQT*G 
>Contig68022_Pirum_gemmata_fr4                                                  
VLHCYYYSIMIIIVYA*LYK*KMDACLKEHGRVAKRQKTCAKATLNALDELIKEAKNCQKIYSTEMEVDNNNEGQSTAPI
TALNTFVAKQAKVITNSHKDLYGAISKISKSVDKGLQGNLETAANPEAFKDKERDLNRVIAEHLFRKGRFDIAELFVQES
GLDFDDKKKEPFLKMFYILETIKQKNLEPALQWALDHSKELQNIGSDFEFRLHRLNFIRLIMIDKNPTGSLEYSKLHFNR
FAEHHLSEIQQLMGAIIYHGRIEKSPYKDFTMQSQWSEVSVAFTQDYCRLLGLSLNSPLESSVAVGCEALPRLLKMTSVM
KDKTHFWNQADELPVEIELDDAHHHHSIFACPVSREVATKENPPMMLPCGHVIAKLSLLRLAKSSRFKCPYCPSEQSASD
AVMVFF***QYYYYYYY                                                               
>Apar_comp14187_c0_seq1_fr4                                                     
ASLWSAI*EALSTKHHQA*SFGGPHFKRGASDTVKKPSPDNESSTNNMFGEVSGRCQICTFIYSDERLPKRLPCGHVYCS
VCL                                                                             
>Apar_comp16699_c0_seq1_fr5                                                     
ELPFTTGEVRSSLRGL*ILVKASRLYLYC*IVPQSADRLLRLTHRTSS*LLT*VPKIKHFPQRENVIFFVYLSCSADP*K
VAKTKKAASTVTAPSGSYFILARKMMNGTLDEQERVAKRIRTCKTKTLADLDKAIRTLQEASERLKQDGASQSSPMDVDG
EGPKPNRMLQAELTLLQKRVKPTLTQLPANHKEGYASISKLGKTIDKLFQTNIERVSNPDAFAGKEDLLNQTVAQHLFRQ
GRFAIGEVFVKEAHVAMDSDQQEPFRDMYVILEAIKQHDLGPALTWVVQHSSELSAMGSDLEFQLHRLHFARLVADSQRD
QALAYARTHFPKFSSQHMKQIQHLMGTFAYIGRLEVSPYSSLLAPTNWADVAHTFTGTCCQLLGLPTESALHAGVTVGTK
ALPTLLKMANVMQNKKEGLWSQKDELPVEINIGREHQYHSIFSCPVSREQTTDENPAMFLPCGHVIAKASLQKISKGNKF
KCPYCPSEQTPSQARQMHF*PVGFPHHHGLSDKI*VSLLLFR*FFCACWLWGSYWEKKGFTRVLCLVLKPPGPRSRIFGF
FLPETS                                                                          
>Apar_comp22304_c0_seq3_fr5                                                     
RWVYPQVFHRVGMCADILECDMLKLFTPGWVHRVMHIYE*RRR*ESGWDG*LCCEVLMRRVVSCVGRWGGGGHQAMVV*I
SLRPWSWYVVHAGVSVGMFTCV*VIPFIACVYVMRVR*EETNIVMMCSSGSQQKRKGEKELVCIYPPFKYFNNLSRTICM
CLSSYISTHTHTHRMCYQADNKSTSCPVCLPPVNQLAEGLPFSHRIQSILVCRITGDVINDHNPPCALPNGYVYGTRGLQ
EMADRNKGYVTCPRTKERFHISELKKVFIM**KCVVVCGFVPTFFYAPPFQGHPYGTLISFKLTLFSLYLCVNFSL    
>Apar_comp22304_c0_seq1_fr6                                                     
GTLPLLPSQFTEFTEGSRTLVS*L*WLTCGDAHSFCFVILLSPCKTVVCRTL*AYHSL*PPPPTIPGIPTSVFFLLRAEL
RSEGTVGQIKRDNIPGKMANSSILALEHPLIKVPLETLNKAFRTTQRNLDKESSFAASALEDLVDQAGKQHLSHEDAAKS
LDSIVSRLTALKRKLEDNFAEEERQITRCKVRLEHINVSEAEQTVAWTQSRVDRILVDHLLRQGYYETAGALAADAHIEE
LVDTQTFLECRRVEDALDRHECAEALSWCYENRSRLKKMKSTLEFKLRVQEMVELIRAGRGLEAIMHARKYLAPSAADGD
LRDIQTAMGALAFAPDTTCPKYKALFDSARWEDLKAQFRADHYALHSFPSQSLLQITLQAGLSAFKTRMCYQADNKSTSC
PVCLPPVNQLAEGLPFSHRIQSILVCRITGDVINDHNPPCALPNGYVYGTRGLQEMADRNKGYVTCPRTKERFHISELKK
VFIM**KCVVVCGFVPTFFYAPPFQGHPYGTLISFKLTLFSLYLCVNFSL                              
>Contig3872_Corallo_2_fr2                                                       
IESHGKARCGMHAERI*EDKIQG*CDL*IAKGVRVVPQSKKGRMAGTTLDLASLLLSAENLIESHGKAQENTIQLLESLI
EEFEDYAQNQPDEKVEQDFAVLKNKTTLCRSKVATQHKNLAKSIASVQKTVDKSFLDDVGRASNPQAFKGKNEALNSVMA
QHLYRQGMFDIGETLAQEANVFVAEREKSSVIEMYSILESMKSRELRLAMEWCTNNREKLLAIGSNLEFKIHRLHFLECI
KAGKVEEARLYAKANFPAWVQTEMAEIRRLMTTFAFVRRLDTFPYREILEEDQWSDICYQFLRDACKLLGVSHESPLYVC
VTSGCQALPTLLKMAAVLSSTGQGKAVWSQTDELPVPIDLGKNRQYHSVFACPVSREHATHENPPMMLPCGHAICKQSLK
RVSKGPTRIFKCPYCPSEQTPGAAKELHL**K*QTVKLSLRRLK                                    
>Contig658_Corallo_2_fr3                                                        
EFNIRVQEFVELIRADKRLDAIKYARKHLAPAADKNLAEVQQAMGLLAFPTSTRCRPYSELYDENRWQKLIEQFRIDNFN
LHNMTNDSMLTITLQAGISALKTRMCMSGDDVNPDCPVCSPLIHELAADLPFSHRINSCLVCRISKTIMNEDNPPMALPN
GNVYGYNALAEMAAKNDGMLVDPRSGERCELSEAQKVFIM*RGIQIGLEWNVYIRVTKNTIPCDRR**QEQQCDVNLLLV
LSLTVLGIRLLVRATGSTALLVHSLEDLEGLGLNVITQLLDLLRFLDSGHLLASLGNLVAQFLHLSGIQLILELIQILLS
IVQDRLSCVGNLNLLLALLISLSVLLSLAHHALNIIVGQTTAGLNDDLLLLASALILGAHMHNTVGVNVKSDLNLRNTAG
GGRNTDERELTEHLVVGSHLTLTLVNLNFDLGLAISSGGEDLGLLGGDSGVAVDQTGEDTTEGLDTEGQRGDVQQENISH
ITCQNTTLDSSTHGNSFIGVHTLGRLASEDLLHSFLNLGHTTHTTDENDFTDVRLG*VGILEALLARTDSALNQVVDQSL
EVGAGQLDIQVLGAGSISGNVGQVHISLHRGRQLNLGLLSSLTQALHGELIIAQVSTSVLLELSGQMVNQGLVKVFTTQE
SITVGSLDLEDTLLDLQNRDIKGATTQIVHSDNIILTLIQTVSESSSSRLVNDTQNVQARNLTGVLGGLAL         
>Contig3777_Corallo_2_fr5                                                       
SSLVGLRDLRSGSQTARTV*SRADRVRLLSWRCSGC*CH**R*GRTKRSKRSSDWRALLVYRSARAVCTGSAKDRVSGTH
S*PGVHSIADDKFRR**SLVYASSYPLRQLNLIGTAKRA*SR*IFVPQACQVRGADVALATEHACCV*PHSVQSALLGPK
RTVQDFNTIMVEQILADPFAPLDMPH*ELLFLGIQMEFDRGLAELVP*QSRCH*FYGSAISNGAGSYAYSGIPCEGTFRY
MCH*PSVSCL*GADAAEE*RSV*RGVSCGQSGPLSHSVPTMEHIYRLLGSSQRSDSRYYRARNGTSPRYGQKRPHNQSPP
GPELLTLGSRTS*MVGCNVKSPQLRVVKCMRHVNETTIYNGVYVM*GKALCR*GRRGSGRANSLLSVPKQSQTLIVRRPV



VCRIGETV*TIDLTRRTFHTGHQVIHVL*CRY*RVVEGLHRRCVQVLHAVKSLTNSTFHLQQVVHFDPMCDHAMGRRVQC
AGDNLHTFLGLFDQVHADSKQFLLSIHGGLLRLIQSLLNGLTFEHSNITHSSCGGGIESGNLLSCSLAL*VDLVLSKNFE
VQRLCQVRLRHQSCKRSRHRFHTAEWVRGFCLVLRVIFRGGGHASFGCIVRSSQQGSPLWLESRRGD*ALD*GLLLLK*R
GGGLPAAYECLLLCGCFLSYRRDPGLAGRSRSLCG*CYRRPLIKTSRGDKTTTCTVG**RGLCDGRVGCGTAVPLCRRSF
DVVLDDPSSFRGCNRSGVHIARSFT*WSRCRRGFTQLIDPATNGSIVGVRHGRALPRGTAHRRFVDVAGSNKFTEGGSLL
I*ACMGQGRSRCFLWGRREHVP*LHNARRLLFPFCCRGRPLPRGGHRIFCPCSGPSPICVHPLTLVNICSTGKGRFSKFL
*GLINLCGVRRCALVRTSIQALVYL*SPSSPSGVSWSQSSRKSLAPKPSRVPVHGLPTSTGPLPSA*DSR*QQ*ET*RGK
RLKRFQRYTMTKGYDKDRSLIANNIVYEMKILTSMVCMGFRTRKQI*NGKGDTHISKLALDEIMAATADNSAFRELFQQV
NGPGQRLKALASTLNDTVDAVDSREQYERIDGQVLKIASLLQRMEDMEEAYSKAMTQAAGHEDDEGTVDAAKIYKKEYNN
RRERLPQNTKRHPVVKEFKRRAQERGNQNVNAADDGDEDLAVVDAQVSIKCPISQSVLKSPMRGECGHVFSRASIEEIRK
SQSRRSKKSAFKCPVCHKAIREFTRDRQMDRIVAQTLQAQEDSRLTQLANAEAL*KLTAYPKHR*SINVLWQSRLPKHEQ
EPCFAQP                                                                         
>Spom_NP_595831_1                                                               
MNIDEWQRIEETAPGNKCLAKLNELESILKDAKKSCLKDPTTSMKELVACSEKTQQVFDDLKRTEKKFHTSLNRFGKTLE
KKFNFDLEDIKLHSSFESKKREIDTALSLHFFRQGDVELAHLFCKEAGIEEPSESLHVFTLLKSIVQGIRDKDLKLPIEW
ASQCRGYLERKGSSLEYTLQKYRLVSNYLTTKDIMAAIRYCRTNMAEFQKKHLADIQKTMIALFFCSRNEVLSGTNDSHD
SIHHIISNNAQLNIPQEYIDVLDLDWKSLELLFVREFCAALGMSLESPLDIVVNAGAIALPILLKMSSIMKKKHTEWTSQ
GELPVEIFLPSSYHFHSVFTCPVSKEQATEENPPMMMSCGHVIVKESLRQLSRNGSQRFKCPYCPNENVAADAIRVYF  
>Spom_NP_595162_1                                                               
MNFRPEQQYILEKPGILLSFEQLRINFKHILRHLEHESHVINSTLTTLISQENASMDEKIEKIDSLLSRVSTVKKKMKHL
HDCEALFIKQTKSRLLFMNRLQGIRDMESADFLDWSRVRLNRLVADYMMANGYHGAAALLCKDSQLENLVDLGIYKRYQL
IHDSILQQELKEVLSWCSEHRAILKKNNSTLELEVRLQRFIELIKSKKLCQAIAFAKAHFGTWANEHPARLQLAAALLAF
PEFTNGSPYSLLLSDDRWEYLASLFTSNFTAVHNIPSVPLLHALLAAGLSSLKTPLCYLDANDDNPLALQSQTVKQCPVC
TPCLNDLGKALPYAHITQSAIVDSLTGEGLDSDNCPVAFPNGRVYGIQSLISWNEANGTREGFLRDPYSGKEFPFQLLRK
VYVV                                                                            
>Tmel_XP_002842092                                                              
MEAIQKEYERLIKRANLSKSINDVEHCLRLLENAREAILRDPTTSKMTLVKLQQAMSTGLSKVQDDHKEIYTGLNRYGKA
LDKTFKAVSTYSTNDYDALTSQAPLIKRAIAMHLIREGQFSVADFFLTEAGPIDVPPELQQEFQEMYEILDAMRTRRDLS
LAIDWARQKSAQLEQRGSNLEFELCKLQFIWLFIERPERAMAYARREFSRFQEKHLKDIQQLMCAFLFLQSPEKSPYSRI
FADPEKSWNDVAHSFTKEFCSLLGLSAESPLYIAATAGAIALPTLLKMASIMKEKKTEWSTVNELPAEIALPPGYQFHSI
FVCPVSKDQTTDSNPPMMLPCGHVIAQESLQRLAKGGSSVTLKCPYCPRESSLHHAKPVII                   
>Tmel_XP_002837291                                                              
MSMSTTKLNAESHLLLDQPLLRLPHELLRKTFKTSQKHFERDQNIIMTGVKEAAAKAMAGGDPEDPVASLDSMITRMQGL
KRKLESLHEDEKVLQEHSRKRISHLQDLYNIPSLVDEGYDRWSRTRLDRLLVDFLLRAGYGESAKKLAQEKQIEDLVDVD
VFVQCARVEASLRRGSTVECLAWCQENKNSLRKMKSTLEFELRLQQFIELVRAGQPKEATAYSKKFLVPHSENHLKDIQK
AAALLAFRPDTPWQPYKAMYSADRWEFLANAFVNTHHNLYGLPSRPLLHIALSAGLSALKTPSCHSSVASSSSNTASSTT
SLCPICSTELNDLARHVPYAHHVRSSVEPDPVVLPNGRIYGRERLEELASKLGLPEEKIRDPTTGEEWDRSTVRKVFIM 
>Ncra_821NCU00898                                                               
MTAQTTAMEALQKELDRLNRAPGLSATEDRVDNIIEMLTSVKDQIVQSGMDTHVASMSITKIQNPIKSSFEKINDDLKGV
TATQRKLGKTLDKHFPLKDLPSTHDAMADQESLINRAISMHLLREGQFSVASTFIEETGDAATLENANAVVEGQDQVSAS
DNYDDEPMDEDRDDDDDDDDDEDDDDDEYMSPLEGAATGLGFRQLQNLSSLQSHELEAKFSQMYTILQDIKSRNLLSAIE
WARSNSGELEARGSNLEFELSRLQYVWLFKGPRVNGLPDNELNGTAGALLYAQQNFWRFGNRYIGEIQQLANAQIYARNL
SESPYRHTFSTETAFADVASSFTREFCSLLGLSAESPLYVAVTAGALALPLLMKYQQATRAKGTEWTTTNELAFETPLPE
RMLYHSIFVCPVSKEQTTEQNPPMMIPCGHVLAKETLQRLLKGTRFKCPYCPAEGLEKDARRIMI               
>Scer_SCRT_00271                                                                
MSELLDSFETEFAKFYTDSNLEETNLQKCLDHTHEFKSQLKKLKAHLNKHIQESKPEVYNKLSDKEKQKFKRKRELIIEK
LSKSQRQWDHSVKKQIKYVSQQSNRFNKSTLNKLKEFDIDSVYVNKLPKETMENVNEAIGYHILRYSIDNMPLGNKNEAF
QYLKDVYGITNKESTEFIEMGQIVHDLKKGDTESCLKWCSNEMESLSSNHTALSSLKFDLYTLSAMQIVKHGNPVELYYQ
ITQNAPLDCFRHREKELMQNVVPLLTKSLIGQPIEDIDSKVNKELKECTSLFIKEYCAAKHIFFDSPLFLIVLSGLISFQ
FFIKYKTIRELAHVDWTTKDELPFDVKLPDFLTHFHPIFICPVLKEETTTENPPYSLACHHIISKKALDRLSKNGTITFK
CPYCPVNTSMSSTKKVRFVML*                                                          
>Scer_SCRT_05270                                                                
MAEKSIFNEPDVDFHLKLNQQLFHIPYELLSKRIKHTQAVINKETKSLHEHTAALNQIFEHNDVEHDELALAKITEMIRK
VDHIERFLNTQIKSYCQILNRIKKRLEFFHELKDIKSQNSGTSHNGNNEGTRTKLIQWYQSYTNILIGDYLTRNNPIKYN
SETKDHWNSGVVFLKQSQLDDLIDYDVLLEANRISTSLLHERNLLPLISWINENKKTLTKKSSILEFQARLQEYIELLKV
DNYTDAIVCFQRFLLPFVKSNFTDLKLASGLLIFIKYCNDQKPTSSTSSGFDTEEIKSQSLPMKKDRIFQHFFHKSLPRI
TSKPAVNTTDYDKSSLINLQSGDFERYLNLLDDQRWSVLNDLFLSDFYSMYGISQNDPLLIYLSLGISSLKTRDCLHPSD
DENGNQETETATTAEKGVEDLQLFTLHSLKRKNCPVCSETFKPITQALPFAHHIQSQLFENPILLPNGNVYDSKKLKKLA
KTLKKQNLISLNPGQIMDPVDMKIFCESDSIKMYPT*                                           
>Cneo_XP_570604                                                                 
MDVSPALSALEALSSSTSTSSSGPVNGLIDDHLVQAKRRIMAGEDPRTVVQELQKAVVKSKKEVEKNLKAWYFALGNMGK
AIDKTFPAQLSAISRAYEEPSLFADKDASQALDKAVLESLGRRGLWDSVAALETETSLVFPSERRLLAEELQRITTCLLS



NDISPALKWCEENKSFIHSPPHPSSLPYFLHRAVFKSIEDPGHAIMYARQHMMAYLPLYPVTKLITSRLYDGANKAEFKG
QDTEMDETVINSFEQEDAVDLVALVAMFQSEFKRRHQWPKEDPLEVAVDLGSKGGALNVIEKARRVMGEHLGHIRAWTDL
PMEVPLPPSRRYHSVFVCPVSKEQATESNPPKMLVCGHVIASESFERLLKGGRREVKCPYCPVETAQSAAQRLYF     
>Cneo_XP_566532                                                                 
MAPAYPANPLLLEEPLIRTSYELLRRSHRSAQRQVEKDFNAINSGLQAILKSMEKGSITDEGRMEIVKKVDQVTERANGL
KRKLDDLQPSASRPNTLRARLDYLEQNFPGSTTPSKKTKPKGESNRAAASKADKADAASNDMQIDEEDATPLPSNEADKS
EPTPDSSTLDRYIVDYLIRKGRLNSATALATSQGIEELVDIKLFAELAKIENALVEKHSCTEGLAWCGENRGTLKKTKNN
LEFTLRLQEFIELCRKRDITTAIAYARKYLSGWASAHMSEFQKGMSLLAFGEKTGVAPYRKLYDQSRWEAVRDQFRETFL
DLYAQPSQSLLALALSAGLASLRLPSCVQNVRPNKSTGGDNTSVNPVVPLLPAVPPLHNLETTLFSPASSTHLTAPLGGI
PSSPTTDLHAHPEAVTGNIDCPTCDENMRVLASEVPMSHHVNSTIVCRISGQVMDSENEPLAFPNGYVYSSKALAEMAKN
NFDVVTCPRTRESCAFGRLRKVYIS                                                       
>Ccin_CC1G_04291                                                                
MEAPLKELTKLERLATAKGKAASIQGSLDSLLQALQQAKVAAASGDVNSDHIQNLSKTVEGKKKEVEERQKEIYSSMSRF
GKAWDKKFTTSLPTYSDLFSSPASVAALQRTIALHLLRTGQFDVAETFLDEAGVEISPEMRSQFVELHDILKGLRNQDIT
LALDWARRHQGFLRERGSPLEFYLHRSQYIRLLLSAHPPNPIPAIRYANENLRPFYTEHESEFKRLMACIAYLPLHKLQH
SQYSDLASPSLHFDLETLFAKEYCARLGMSRQVPLRVVGDIGGGGALSRIEKGKKVMRDRKSEWSHNEELPYNQIEIPLP
PENRYHSIFACLVSKEQSTEHNPPMMLTCGHVISKDSLLKLNKSAGRAKCPYCPVETPHNTALRLYF*            
>Ccin_CC1G_15191                                                                
MANNTKLNVEGILLFEQPFVRVPYENYRKVFRISQKNIERDLGNVQNSAKELVSNAQKGEVDAEAYVTAIDNMISKVENL
KQKLNNLQDTAGKPTLDVMRERLNHLATVDSSEPPTSVEFSRWADTRLDRWIVDWCLRTGKERTAKQIAKEKGIETLVDV
ELFSDIRRIEAALSRHSCTEALAWCSENKAALRKIKSTLEFELRLQEYIELCRARNKTEAIAYIRKYLSSWHETHMSQLN
QASGLLAFPPDTKCAPYRRLYDHSRWNSLVRSFRVAIYSLNTIPTEPLLHLALYAGLVALKLPACYDHSTKNVDCPVCDG
ESGSSTAPLGLGKLAEEVPFSHHSNSTIVCRISGKIMDENNPPMAFPNGRVYSLEALTDMAEKNDGVVICPRTGDRALFR
ELKKVFI*                                                                        
>Umay_XP_758884                                                                 
MEAVQKALEQVVKRAPGLHSNSTSAKTAATQPSVHDSIDKLIAQVEAAKAGIASSSSSPDPAVLLAELKSSVEVAQKSIL
ERQKEFHAALSKSTKALDKKFTIAIEGVADPSLFSSAEAQNALERVIFDHLQRNGDWSTSYKFAAEAKLPLSPQSEALYV
QLHNVAAAMSRGDLRPAISWTEQEREWLLKRKSPLEFALHRSQFIRIATGAILPGSDENLANRDPDGENVEMMSASMDQL
NTIPASSNTMSVTGFASTATADLAHASLANTNVERALAYGREHFKRFRSTHLDEIQRLFTLLAFLPAFIPAPAYGPEGSD
SVPVEHLIPTVPLVYRPLLDAKRVHAPLLEPMFRLEFCARNRIAKDAPLSIGVEVGAGGALNKIIKVKAVMKERGNEWSQ
ADELPIEIPLPTRLRFHSIFACPVSKEQGTEQNPPMMLACGHVLCLETLTRLAKGNGRFKCPVEIAHCVSAMERERVAVT
DDGAERAGWAGGQGTAGRGGQGRKEFARSFDARARTSQLRTCVEVKRSVLLYLLALMDQVIARHSVIATQDWGGSRTTVG
LQRTMETAIPVSRQGTRVYTEYDVASPPRTPGPEWVRFVLISDTHSQTTHIPDGDVLLHAGDLTTLGQPDDLGAQVEWLK
SLAHEHKIFICGNHDFSACTDQDFYETRGRQLNAQLHVQDSAHDVARAKQILNRDSLCEKALTYLNNQPHQFTVQRAQTS
HYQWTVWGSPWSPQFHDWAWNYKRGVQARHIYKDIPKHVDVLITHTPPHKLGALDTIHDGSSVGCEELTRRLTAPASEHD
SLRPKLHVFGHIHEARGVHLLEQPAFHHGDLDESLLVNAALVEYDQHMWNNHRIFSYTVVCNREPLVSASDADTARAAIP
FDFIVHSSLLRTTLGEYLESSGLTSESTLTIEYVRSTLPPTRLAAFEHDDWVASIDCSFALANVYMTSSYDGSVRLFSPS
NPTQAEHTWSTINKATVQGGKNTSLCSAKWTPPADGLVTGGMDGRVQLWSVEQVEHEWTTRLKWQGEAHNAPVAAVDTAQ
GPQGSSVLSAGWDGIVAVWDDLIGTTGVDSDQDVEQQDDDDDDDDPTSKRRKTSSNGRKAVKTSSSATKRGIIDATMILY
HAQPTAHAVTGAKNVLTATSRVTSVEFERSSSAKNSNRAWSIGYNGVLKGWDLGSGGIAHTSLSLPSSTAESRPMLSLTQ
LSASTLAVGSMDRAIHLFDTRSSSSAGTLGVSISNAHRGPIDALAAHPLDSNLFASASGLECGVKVWDARSSKKALFTLD
TAAVGGDKRDDKGVLALDWSRDGQEVVAGGKDKRITVFRGSAIGQSDQLVPPERFGATFAGEIADGMDACEQVAIFLGAE
RGVQRGAEQSSIDTIGAAQDDDGGMDDQLDDDDEAGDETDDMEQCRILD                               
>Mver_MVEG_05068                                                                
MEAFVKDYDKVIKKQRTLETNDPLDRLINIVNEAKDKIRADPSSVSASLSALGKTIKTVSSGISEEHKELQSALSKYSKA
IDKKFTGDMIAAINPHAFDNKENILRNTIAMHFIRQGNFEIGDTFAREAGLTLPESMRHKFMEMFEIVEALKANNLEPAL
EWSTRHRHELEKRSSVLEFKLHRQRYLQLLEANIKEDAIAYAKQNFGYFGTRHTQEIMRLMGCILFFDRIKSSPYADLIA
PNANADIQHMFTRDFCSLIGLSCESPLYVSVTVGTQAMPTIIKMASIMKAKKTEWSQQSELPVEINLTDDTKFHSIFACP
VSKEQATDENPPMMMACGHVICKESLLKLSRSVPNGRLKCPYCPAESMSSQAKNVYF*                      
>Mver_MVEG_08990                                                                
MNKINHDQLLSLEHPFVKIPVEKFRSSLKTEQKHIEKEIANLTNTVSEISKKSQQGTMDANQVQTALEAIVNRLSTLKRR
LKETRAEESLYSQRTKVRLQHLQEFTTIPTLDSDEFGRWSRVRLNRILIDYMLREGFRETASYLAKSENMEDLVDIELFV
QSAKIEQALNKYSCTECLQWCNENKSSLKKIKSTLEFSLREQEFIELARERRSQDAIAYAKKHLTPWQETHMKELSQVMA
LLAFPPDTKCQPYKRLYDKSRWRDIISQFRSNNFALQFFTPEPLLNVTLQAGLSALKTPMCYQSEHQNINCPVCDPDTLG
LLATDLPLSHHFNSSIVCRISGQIMNEDNLPMALPNGYVYSYNALAQMASLNGGKITCPRTGAVFDITQIKKVFIS*   
>Pbla_Phybl2_154579                                                             
MQLLKAKAKKLQFGRQQKEFQSALSKFGKDIERKFKQDLSVIYHPEAFSGKEHLVGRALAMHFIRQGQFDLCDAYMKEAG
IQQDNTLYAMTEHLKKEFHRMYAILKELEAHHLDSAIEWASANREALAKDCSSLEFNLHRLRILQLKQERSTLEAIQYTR
AHFAPFGDKHLPEIKRLMTGIIQSSISESKYVDLLSPTLWVDIRQEFQHDFCSLLNMSAESPLFASALVGTTALPIILKL
YKIMSARKTGWSQQDELAVEIPLEEELRFHSVFACPVSKEQATDENPPMMMPCGHVICKESLARLSRSSRYGRNATRFKC
PYCPSETSVDQAIEVYF*                                                              
>Pbla_Phybl2_146845                                                             



MNQTKPEQIIELEQPFVKVPYEQLRKSFRQVYKYTEKELMVLNDKIERCIKAANDGKLSFEKAQMTLDELMKQVEGMTKK
LERIKKEEAGHTHRIKARLNDLNVVSGASSAKAPEFQKWTKTRLNRVIVDYLLREGLTETAQRMAVENGIELMVDVQLFA
QCEKVETSLKKRSCKECLQWCADNRSGLRKIKSTLEFNLRMQEFVELARQSKLVEAVLYARKYLAPWQPTEQERIIKVMG
ILPHKSDTRCEPYKSMYDGRRWLDLVEQFRSDNYALCSLTAHPLLYITLQVGLSALKTPQCFQNENRNVNCPVCDTETLG
KLAENLPLSHHLNSTIVCRMSGKIMNEDNPPMLLPNGRVYSLEALQDMNCKHGGTITCPRTGFVCKFTDLKKVFVS*   
>Mcir_Mucci2_154952                                                             
MNTIKPDQIIELEPSLIKVPYEQLRKSFRYQHKYIEKELTSLHDKIERCMRDTSLSPEKASAVIDDLLKQVDKLTRKLQK
AKGEELAHATRIEKRIQNLRQIESVTSPRAPEFIAWNKTRLDRVIVDYLLREGMTKSAKRVAEEGGIEEMVDIQLFAQSE
KIEQALRDHSCKECLSWCSENKSSLRKMKSTLEFNLRLQEHIELARSSRGLDAIAYANKYLTPWKTTEEKRIGQAMGLLA
YKSDTQCQPYKDMYDPSRWQELIDQFRSDFYALCSLTSHPLLSITLQAGLSALKTPQCYEHENQNVNCPICDNQTLGSLA
EKLPLSHHVNSTIVCRISGKIMNEDNPPMLLPNGRVYSFNALQDMAVKMDGKITCPRTGDVYTMDALKKVFIS*      
>Mcir_Mucci2_109317                                                             
MDTIQKSCQDLQKKQSVMQGTILDKLASFREILERQKQSLATADDSNPEQRIAEIKDAAKALQFQKPQKEFETCLKKLNK
DLERKFKQDISVIYHPEAFVGKEDLIFRALALHFIRQGKFELCDEFMDEAQMPIDDELRSTVEHLKAEFEQMYTVLNQLD
KENDLTSAIKWTEEHHEGLRKLGSSLEFNLHRMKFIQLLLAGDALGAINYGRTHFHHFGEKNYPEIKRLMTASLYINDIS
TSRYADLCSPSNWSEIKQEFQRDFCSLLKMSSESPLYTSVYVGTTALPVIMKLFTIMASKRAEWSAQDELPVEIPLDEEL
RYHSVFACPVSKEQATDENPPMMMPCGHVICKESLTRLSRNSRAAARFKCPYCPSESSIDQAVQVYF*            
>Amac_AMAG_02880                                                                
MADKIKLNVPYEQLKKANRKAQKFTEKELTNLASGVADLAKGKGSGAKDPVKALDSMIERMNKLKRKLDELKAEETMYAG
KLAARLSHLQDLAHIRTLTAPEFAAWAHLRLQRVLLDYLMRQGFLTSAKLLATGSSSHRASDASGSVLNLAAASANAEPM
AVDTDPAPGPASQAPAPHPVTELVQFADLEFFTHQRRIERALERHSCTEALAWCHDNKVALKKLKYAKTHLVAFADLGHT
RAIQQAMALLAFPPTTTCEPYRTLYDSDRRWTALAAQFRADNFALHCLPPLSALEATLQAGLAALKTAQCGGKHEDRSIN
CPVCVPDTFAVLAEKLPLGHHVNSCYVCRISGEIMDEDNPPLVTPEGYVYSRKAVHEMAAKNNGFFRCPRTHSIFKVAQM
KKMFLT*                                                                         
>Amac_AMAG_04461                                                                
MDAIAPEFDKFVARHHAYVDETSAGLDGLIATLRAARDQLAGTDQDAGAKKAALAMLSLDVKGQTSKIMDTTKDISSALA
KCGKAIDKKFGTADLEWNPQAFEGKDHLIRQLIGEHFIREGKFELASTFQKESGLSAAPAKNSQFQELNDIIESIRHHDL
GPAIEWAESKRFELNRIDSTLQFDLHKQRYLQLLADAGPRSPGLMAAIEYARKYFSQFPACIREIQPLMLAAIYAGQPTA
PATYRTLLARATSPTAWSNLERQFARDFCSLLGLSPDAPLYTAITVGTTALPIIMKMSTIMKEKRNEWTASNELPVEVPL
APRHQFHSVFACPVSREQGTDLNPPMMLPCGHTICNESLKRISKNGSIRFKCPYCPQDTTMAQALRVYL*          
>Amac_AMAG_14979                                                                
MAEKIKLSVDGILALESSFIKAHTRAMFAPSMQPDDVPYEQLKKANRKAQKFTEKELSNLASGVADLAKGKGSGAKDPVK
ALDAMIERMNKLKRKLDELKAEETMYAGKLAARLSHLQDLAHIRTLTAPEFAAWAHLRLQRVLLDYLMRQGFLTSAKLLA
TGSSSHSASDASGSVMNLAAASAAAEPMAVDTDPTPAPASQVPAPHPVAGLVQFADLEFFTHQRRIERALERHSCTEALA
WCHDNKVALKKLKSHLEFNLRLQEFIELARTRQLVPALEYAKTHLVAFADLGHTRAIQQAMALMAFPPTTTCEPYRTLYD
SDRRWTALAAQFRADNFALHCLPPLSALEATLQAGLAALKTAQCGGKHEDRSINCPVCVPDTFAVLAEKLPLGHHVNSCY
VCRISGEIMDEDNPPLVTPEGYVYSRKAVHEMAAKNNGFFRCPRTHSIFKVAQMKKMFLT*                   
>Amac_AMAG_16151                                                                
MDAIAPEFDKFVARHHAYVDETSAGLDGLIATLRAARDQLAGTDQDAGVKKAALVMLSLDVKGQTSKIMDTTKDISSALA
KCGKAIDKKFGTADLEWNPQAFEGKDLLIRQLIGEHFIREGKFELASTFQKESGLSAAPAKNSQFQALNDIIESIRHHDL
GPAIEWAESKRFELNRIDSTLQFDLHKQRYLQLLADAGPRSPALMVAIEYARKYFSQFPACIREIQPLMLAAIYAGQPTA
PATYRTILARATSSTAWSILERQFARDFCSLLGLSPDAPLYTAITVGTTALPIIMKMSTIMKEKRNEWTASNELPVEVPL
APRHQFHSVFACPVSREQGTDLNPPMMLPCGHTICNESLKRISKNGSIRFKCPYCPQDTTMAQALRVYL*          
>Bden_Batde5_84764                                                              
MEQAKINHEGMLNLEQPLIKVPLEQLKRALRTSQKHVEKEMLALSTQVESVISKASSSASLDEICTSLDASISRLHGLKR
KLDEIKIEEDLYVHHTKVRLEHLAEVSHIQVVDSEAYIRWSKTRLARILVDYMLRQGLSTSAVKLATDSQIQDLVDIDLF
SQSRKIEAALLKKSCNECLQWCSDNRSSLKKAKSTLEFNLRLQEYIELVRVSKTSQAIAYARKYLTPWSDTHMQQIQQAM
GLLAFTSQTTCKSYKLLFDESQWTNLVQQFKTDNYALNSLTLRPLLHMTLQAGLASLKTPTCSQPLSKNVNCPVCESDTF
GKLAEKLPCSHHVNSCVVCRISGKIMDADNPPLVLPNGQVYSTLALKDIASRNDGSILCPTTGATYHLTETRKAFIA   
>Bden_Batde5_89624                                                              
MESIAKEFEKVIKRQRTLKNESHTTIDALVQRLTDAKALVASTAQQPHQQQSQLVYKHLQALSKPVKDLSTKLTEAHKDM
QSVMYKYSKVVEKRFKTDLDSIWDPKAFQEKEDIIYQALAIHFVREGRFDMAQVFADEAGSVQIPSHLKSLFFEMFQIQE
ALRSKDITPAIQWATKRRPDLEKQGSLLEFQLHKLRFIQLLVSIEPHAALAYAKANFPMFPRHLKEIQQLMCSILFVNKL
SLSPYASLLNPHLWTDIQTTFTRDFCMLIGLSSDSPLFIAVTAGTTALPTIIKMSSIMKDKTGLEWSQQGELPVEIPLVD
AYRFHSVFTCPVSKEPGSEENPPMMMLCGHTVCKETLMRLSKSNTNVKFKCPYCPSESTVSQAIRVYF            
>Spun_SPPG_03337                                                                
MDKARLNYEGLLSLEQPLLKVPAEQLKKAARTSQRYVEYVMKEVTSEVGKLAKPGKTTPDEAVKSLGDMVTRLQKLKRKL
SETKGEEQLYIQRTKTRLNHLNELMAIPNAESDAYARWSQTRLDRVLVDYMLRQGYSETAKRLASEIHIEDLVDIELFAE
SRQVEEALKNRNCTECLRWCTDNRSSLEKIQSTLEFNIRLQEYIELVRQQKKEEAIKYSRKYLTAWHVTHMKEIQQAMAL
LAFSPDTSCDAYRDLFDESRWDALIEQFHADNHALHNLTSQPLLTMTLQAGLSALKTPMCYHEGDHAINCPICAGDTFGV
LAEDLPNAHHVNSCIVDRISGVIMDEDNPPLVLPNGYVYSAQSLQEMAAQNGGVVTCPRTGLQYHMSTTRKAFIL*    
>Spun_SPPG_04216                                                                



MDTLESIGADFEKVSQKQHASITEVDTILQTLVNAFTEAATAIQSDPTSLSSTMALLKQKAAATSKSLSSQQEDVRRLAM
RHDKTLRGSFKTDLNNIWDPRAFDGKEEVMNRTIAMHFIREGRFNLAETFIQEAEMNVPEHLKEQFAEMYQILEAMRAGQ
LDPAIRWAATHREELQRKSSGLEFQLLKLQFMQFLTNGQPETALNYAKANFGRFAVSQMKEIQRLMCSFLYSNRLSDSPY
ADLLDPHAWIDIQHRFTRDFCQLLGLSSDSPLYVSVMVGTLALPTIIKMSSIMKDKSGLEWSQAGELPVEIPLLSSQRYH
SVFACPVSKEQSTEENPPMMMACGHVICKCCLDRLGKGSQNTRFKCPYCPTESTAGQANRIYV*                
>Ecun_NP_584828                                                                 
MVDSKYDIDYRRLRDETMRMIDDIRSALSLDNGPEPDTLSHAEADLVGLWKSLLSEDCRPAEFDVQVGNQIYPNSTQTVT
YLVVYYLLENNCADVVERLISETKDGKDEIIKIRDGYVKFKKVISQISEDSTFLLEEFLEGYPSKELELYLVSHEFLLLI
HKGRYDEALRLCFKKLRSFVPTYIQDVKPLLRFLVNPTNIQEALKKSRSKLIEKFKSKYIEMNGMPNRCYLRELFETGTS
AFLQLSTSGSLLFDKDDSTLPMEIKIEKGRNYHSLFICPVLKTLCVDENIPVMLECGHVISLEAASVLSQEGVLNSFKCP
YCPEMSKYENILRLRI                                                                
>Npar_EIJ87231                                                                  
MQASQYIRQLSIKLKQYLKQCEEREKFDPEQARQVVLDNLVPISTAALKSEKASLPVPPSDVIAVEDPYIYVLIVEYLCG
QNDVDTARILLEEFSEMYPVESPKEAVSIPQIYNPWMDELGAIAPCVITKKSLKYKHITDIKKKCKQIINSHREVEAPID
PITKLYTIVEGALKEMNKWSTWNAQKKDIYQQSIIEIKKWFIEENGTILYFDGQVGHVYSKQTVQYEEIKSILSLLVIPT
HHSEVKRLVHAKRTMPTKNAITLETFYYIGKKMEMINVTPYDTEIEVESAVPYILSFHSTFFCPILRTECSFDNTPCVLT
CGHIISVKAVEKIASFKGVIFKCPYCPKDVNVKDVFKIKMII                                      
>Ddis_XP_638565                                                                 
MLNMSNTDTNKKTNVSITSPTTATTTTTSNSSSNDCSIIGEIQLERSLLKVPFECINKSFRISQKSIEKEMNNVITQITE
INKKRLTISKDDAINTVDKLLNRVQQLKRKMEDVKLEEEQQIKKLKSRLSHLNIATNCQNQKDHREIFNNTRINRILIDY
FLREGYYDSAIEFSNQLKIKDFVDIEIFLSSKKVVEGLNKFDCTEALNWCNENKSKLKKINSTLEFNLRIQEFIELVRLG
KMMQAIAYAKVHISPNSSTNMKEIQRVAATLVFKKDTTCDRYKKLFDSKKWSELICQFKNDNFQLHSLSTKSMLDISLQS
GLSVLKTSSCGDESTFNVNCPLCDPSFRALATSLPVSLQSHSSLVCRITGEIMNEDNYPMVLPNGNVFSKRAIIDMYKKQ
DKIIDPRSGNEYKLEDLKRAYIS                                                         
>Ddis_XP_643991                                                                 
MEESVSNNGGSGGGGNKVEFDQLDDGLTRIIKKQKTCLSKAISDIDTIISSLKQCKQVLSLSSNNDNNIDNNIETTNDII
PKAISKLNQSLIDSKLCTKLVSEHKELHAPISKFGKLVDKNFRNDIEKSTKDIGFDTKILNKVILNHLYRVGKFEIGDIF
ANEIGIDKKVAISIKDCFIEHHKILESIEQFNLKPVIEWCRLHREGLSSIDSSLEFKLHRLHIIQLLKNQKSDDALQYAR
DYLEEFSTTHMKDLQQLMGTFLFAKRLDQSPYKDIFEQQSIDDQWFEIRNTFSRDNCSLMGLPQESPLSITITVGIKSLP
TLLKLSSFSVLKGVNDDSLTVEINVDEKYKFHSVFACPVSREQSTSQNPPVMLFCGHLLCKNSMQRLLKGSSNRFKCPYC
PAEQNLSNVKTVYF                                                                  
>Ppal_EFA81832_1                                                                
MSSSDSTNNVSTTSPTGYVNEQLVYAEVQLERPLLKAPIESLNKSFRVAQKLLEKEMTQLVNSINDLNKKKSSISPEDAK
NTIEKLLTKMNNLKRKIEETKDEEEVQIKRMKSRITHLKHTCENHSDHYIKEEFNNKRVDRVIIDHLLREGFYDTAIKLA
TTSNITEFIELVRQTKLGPAISYARQHLAPNASTNMPEIQAAMATLAFKKDQQCSKYRPLFQEERWNDLIQQFKSDNYNL
HSLTHHSLLNISLQSGLSVLKTEQCEDEETKNINCPLCDEDFQSLAEPLPVSLQSHSSLICKITGEIMDEDNPPMVLPNG
NVYCKNAMLTMATEYNNQITDPKSGNKYDYSELRRAFIS                                         
>Ppal_EFA80651_1                                                                
MSEMDTGSGNGGNGGNRIDFDQLEDNIGRIAKKQKTTMSKTIKDIDTIISTLNSSKNQLQLLSNVESDSSSNNTMSIDND
NNNNNNNNSNNNNNSSNTMLPMIINNLHKTISESKLCLKMQSEHKELHAPISKMGKSIDKCVRSDIEQSTKDIDFDNNTL
NQLILNHLYREGRFDIGDIFSEEMHLDSNANDQLKSKFVDHHDILNSIDRKDLQPAINWCKHKKLQLSKLDSYLEFKLHR
LQFIHLMSTNKRQDALVYARKHFNQFSGHKMKDIQTLMGSFIYADRLESSPYASIFNERSIDNQWRDIKSCFSKDSFTLM
GLPQESPLFITVTVGMKALPTFIKLSTFSVLRDVNDESLTVEVNVDQRYKYHSIFSCPVSREQSTKNNPPVLLQCGHLLS
KNSMTKLIKGASGKFKCPYCPTEQNAKDVKTIFI                                              
>Ehis_39_m00220                                                                 
MKKLYYKKKRKNRKKKLKKESRIITQMCSRSRIDVCRCGFCDGHFSIPNIPKVLPCTHVICRDCIMSLIQSQKSHNEYSE
EESELYCPQCHKFIQLPFGSPEILPTPYKRIKKVFEFAQCTDEKGCENKALGYCFNCQVNFCIDHSSLHVKRKHSIEVFK
PGKFCLVHMKSAEMYCYTCQCVICSVCQRDIHRKHNITQLSLFYAHYMKGPTLPKLYQNLRKLSNCLTKINSLSSVDDSN
EINSSLESINYSLKINAHSSFSQKIENTAIMILPINTTKTILLKELCINSLHHLQIQIYPTKPIPHPPSTGHLKYSLTTL
QIEESPTEGGILTVSVNEDEIVLHGEQEGDVLIKISCKGIEIDNSPIRVRIAPPLQVISSNATSDKNKVYITYLCSINGG
YAVVDSGNDCVKIIGNEFMIFGGRGNGRGQFKNPVGIAVGVIGKEEWVWVVDKGNNRVQLFIKGRYVRSYQKEGKSSLKA
PSSCVYVQKEQLLYVTDTENDRIAIFAHDGTFIKAIGVDFNQPTDIKAITIGNQVMFVIADTGNNRIVITNNQGYIIQVK
GSIGEERRGRFDHPNLLAVDHRRQEIYVSEGKVRIQKFDFSFNYKQTFDVQVGEVTSMHYDSLSDVLVVCGKSCDDIHLF
TQDLLEYYVI                                                                      
>Acas_g7959                                                                     
MKGAGHQPQLEAIGKDLERLTKRHKVTHKKTEEQIDKLITDLSRCLEKMEAAQTQPEGADVGVQLALVTLNQAVKRADPA
TKVAAEQREYHKILAKFNKTIEKQFPMSITKAYRDIEMDQDLMNGVIAEHLYREGFVETARKFEEEAGVAIDPELKPALQ
ELHTILRAIRQRDLQPAILWAEKHGIVAEAGDKPAHLLFDLRAMEYLHLLKQHKRKEALEYARTYFPAHAHTHMSVIQRL
MGCLAFTESGLERSPYASFFTGTAHWHSLETILVREYYGHLGLLADSPLATVVDEGCKVLPKFVKLAEVMEMQGRTQEWL
NLSQLIVDDSGHKYHSLFVCPVSKEPCTPENPPMLLLCGHIISHGSLVKLPVRSHTHRFKCPYCPMEQKVGQATRVYF  
>Acas_g8743                                                                     
MRKRAGKPLTSSTKDHKKPRPEEDAPGHTWESTRSAGPAVPKMAIATAVLETETERDRDATAIVERAKKLQQAEAMAGSD



KKVYRGQANYTQYIDPGDTSGQIKGAGIRAGPVRASLYARAITRWDYQPDICKDYKETGYCGFGDSCKFMHDRGDYKSGW
EMERDWNEQQKQKAQAGQNGGGDAEGGANEDDEDIPFACYVCRKAFTDPVKTKCGHFFCERCALTKCKTECTVCSQKTGG
AFSMPTRVEKKKLEDARKKHEAKPKENDEGDSD                                               
>Acas_g13231                                                                    
MEMEQPLLQVVGASLSELFRGYAHNVEKELANVSAAVQQLATQDKLSPDDARQQMGALVGRLKGLKRKLEESRRGEQKEM
ARCKARLDHLAQHPHAKAAAAPATTDQHDEVEAVELPTAAEGTGAGDSDSDDETAVAARAWLKARTNRFVVDHMLRSGHL
ASAASLAKEAHITDLVDVELFASAQAAIDGLQRRDCALALAWCASHRQRLHKLRSTLEFNLRLQEFVEMVRGGRCREAIA
YARKHLAPMAAKEPCHMPTVQQAMGALAFPAAVCKPLPYRELFDDERWAELIYELRRENHRLYALPPHSLLAIAAQAGLS
SLKTQFCYGAEEGRSRGCPVCVEDIGKLAGPLPSSLRTKSCVRCQLTAQQFDNDDYAPFALPNGRVYSRKALEQMAMAGD
GMLTDPATGESFAFEEAKKAFIV                                                         
>Atha_AT2G22690                                                                 
MELKNVKDAFDRVTKKQKLCYSKTHEVVDKMSQEIDKALKTIQEDNHESVVADLKKTFEEIAPINLLEASQKEINGVLTK
YPKALDKTLNPDISTAYRNVKFDTHTVHQILAQFFYRQGMYDVGDCFISETGEVKPESSVTKAFMEMNMILEAMKERDLG
PALKWVASNSDKLKEAKSDLELKLHSLHFLEIAKDKTSEEAINYARKHFATYSADSCCFPEIQKLMCSLLWIRNLNKSPY
SEFLSPVLWTNAAKELTRQYCILLGESPESPLSVTVAAGSQVLPTFLKYLNVLPEKRKEWQTMEQLLVPVELSEEYRFYS
VFVCPVSKEHSSEDNPPMRLACGHVLCKQSINRMSRNGSRSFKCPYCPTDIDASQCKQLYF*                  
>Atha_AT4G37880                                                                 
MELKSIKDAFDRVATKQKLSYSKTNEIVHMLSQEIDKALSILEETPSSDTMLLDHRSILADVKKVFMEIAPITQLEATEK
ELHAALTKYPKVLEKQLNPDISKAYRHNVEFDTHIVNQIIANFFYRQGMFDIGDCFVAETGESECSTRQSFVEMYRILEA
MKRRDLEPALNWAVSNSDKLKEARSDLEMKLHSLHFLEIARGKNSKEAIDYARKHIATFADSCLPEIQKLMCSLLWNRKL
DKSPYSEFLSPALWNNAVKELTRQYCNLLGESSESPLSITVTAGTQALPVLLKYMNVVMANKKLDWQTMEQLPVDAQLSE
EFQFHSVFVCPVSKEQSSDDNPPMMMSCGHVLCKQTINKMSKNGSKSSFKCPYCPTDVDISRCRQLHF*           
>Atha_AT1G21650                                                                 
MEEPECPVCLQSYDGESTVPRVLACGHTACEECLTNLPKKFPDTIRCPACTVLVKFPPQGPSALPKNIDLLRLFPSISKL
KLEPGRNFEKVVEFVTRSWSDDFYATWKDRILVHDAVSVEIRESESSDFDSSSRLCGSLRDDSKVSLLRVASFEHGDCDS
VLKYSYVQRMMSCLWGMREEERDELDAIISVKQRGVSKVFGLWGDLKNGVLYLVGEKLIGFSLEEFDSLEDETLRLGIIG
MQICEALLNLHKEGLITGCLSVSCVKFDEYENAYVDLIELIETGRNVYRIIAEETSSLRKPVGASEMGLIFVGLQQKGIF
ISSEVLFEFLKEQNMLIKNTSSKSFVSHNSDVWPVCFLLLKLRLGKRCTEEFIESVNCVDGKGCEEGIEDILVLYTGITE
KLSLESELQGKFKSMVEILRQCCCLDPQARPVLTDLWKCIRELVMKPRFNSMSRLHKTIYGKRKQFCLAQSELCRLVEVE
SKEVDKELPGMKIGDEAEEGKVDIDFPGRVSEGKVRSKDMRGHQDSVTGLAVGGGFLFSSSYDRTILIWSLKDFSHVHTF
KGHQDKVMALIHIEGTEPVCVSGDGGGGIFVWSTTFPLEEQPLRKWYEPKDWRYTGIHALAYSEYGHVYTGSGDNTIKAW
SLQDGSLLCTMSGHKSVVSTLVVVNGVLYSGSWDGTVRLWSLSDNSLLTVLGEETPGIVRSILSLAADDQTLVAAYQNGD
IQIWRDDTLMKSMKIQNGAILSIAVNGKWLFTGGWDKTINVQELSGDEISVNCAHVGSIPGSSVITSLLYWEGKLFAGFA
DKTIKGNLGRLKRNVQDFTSMNYWVVRDYYRLVESVNSLEPQIQSLSDEQVKLSLKAKTAEFRERLARGESLADMQAEAF
AVVREAAKRTIGMRHFDVQIIGGGVLHDGSIAEMKTGEGKTLVSTLAAYLNALTGEGVHVVTVNDYLAQRDAEWMGRVHR
FLGLSVGLIQRGMKAEERKFNYSCDITYTNNSELGFDYLRDNLTSNREQLVMRWPKPFHFAIVDEVDSVLIDEGRNPLLI
SGEANENAARYPVAAKVAELLVKDSHYKVELKENSVELTEEGISLAEMALETGDLWDENDPWARFVMNALKAKEFYKRDV
QYIVRDGKALIINELTGRVEDKRRWSEGVHQAVEAKEGLEIQADSIVVAQITYQSLFKLYPKLSGMTGTAKTEEKEFLKM
FQIPVIEVPTNLSNIRIDLPIQAFATARGKWEHVRREVEDMFGQGRPVLVGTTSVENSEYLSELLKEWGIPHNVLNARPK
YAAREADFIAQAGRKYAITISTNMAGRGTDIILGGNPKMLAREIIEDSILSYLTSEVLADNIDDDELSQKVLSKIKVGPS
SLALLARASLMAKYVGKSESKSWTRKKAKSVVTESLEKSQTMDPMELQNLINEQSEMYPLGPAIALAYLSVLKDCEAHCL
HEGSEVKRLGGLHVIGTSLHESRRIDNQLRGRAGRQGDPGSTRFMISLQDEMFQKFNFDTEWAVRLISKITNDEDLPIEG
DTIVKQLLALQINAEKYFFGIRKSLVEFDEVLEVQRKHVYDLRQLLLTGENESCSQHIFQYMQAVVDEIVVGNSNPQKHP
RYWSLAKLLKEFMAISGNLLDESFSGITEETMLQSLENLHEGSSIEMEDLSLPHLPKPPNAFRGIRRKNSSLRRWLDICS
DNLTGSGSYRTLINLLRKFLGDYLIASYLNVVQESGFDDGYIKEIERAVLLKTLDCYWRDHLVNMNKLSSAVNVRSFAHR
NPLEEYKIDGCRFFISMLSATRRLTVESILQYWSSPMESQELFIS*                                  
>Atha_AT1G74370                                                                 
MWNLASKSIREGFISKGEEAATKPRRATLDRSGDGRKTTKEEKLECPICWESFNVVENVPYVLWCGHTICKYCLLGLQRA
IVIKSSALPFQLPFFVACPWCNILSLRLVCNGTIRFPSKNFYLLWMVESMNGSRSEAPSDNKRVASGQRDLRNRCDGVSN
TALGDEGLLDNRSWWNGVTRGFFRTGRLHDSVRKSMALVAHLLAKFPLVVIFLLMALYAIPVSAAVLGVYFFVTFALAVP
SFLVLYFAFPSLNWLIREIAT*                                                          
>Atha_AT1G69330                                                                 
MWGFASNVIGSMGLKKSPKDSAQASSQCSDDEVSNISRDEEGLECPICWESFNIVENVPYVLWCGHTLCQNCVFGLQSAV
LRLSSQDIRIPFFVSCPWCQLLSFRIVYKGNLKFPRKNFFLLWMVESLNGDRTSHGDRTSHGSLVTDNQQSAPTPRCSMS
LGNHSSNNNLVARPLLRNQSTDLLPHHDHSNQPSRQLFSFHKSLDFFISFTSKFPFVIIFLLIVFFAIPGSLIILALYFL
LTILFAVPAGLVLYFAYPILERLVNEITSS*                                                 
>Atha_AT3G55070                                                                 
MEIDSATNGNSDTVMTESAATITPSPVVVSSSRSNQFTESLKLEHQLLRVPFEHYKKTIRTNHRSFEKEVSTIVNGVGEL
ADSDWSKDDTVSRLTCLVTRLQGLKRKLEEGSNVENLQAQRCRARIDHLDSVDVENITEWNNTKLKRILVDYMLRMSYFE
TATKLSESSNIMDLVDIDIFREAKKVIDALKNREVASALTWCADNKTRLKKSKSKFEFQLRLQEFIELVRVDTAESYKKA
IQYARKHLASWGTTHMKELQHVLATLAFKSTTECSKYKVLFELRQWDVLVDQFKQEFCKLYGMTMEPLLNIYLQAGLSAL
KTPYGLEEGCTKEDPLSQENFRKLALPLPFSKQHHSKLVCYISKELMDTENPPQVLPNGYVYSTKALKEMAEKNGGKITC



PRTGLVCNYTELVKAYIS*                                                             
>Atha_AT3G29270                                                                 
MLSIPDTRMWNLASSYLTGNIGPKNDIRRPVHAHAECSDDDVSSVGSKDEGLECPICWESFNIVENVPYVLWCGHTMCKN
CILGLQWAIVKLPTHPVQLPLFISCPWCNLLSFRLVFRGTLRFPHKNYFVLWMVERMNGERRNSPGGAQTDGNNDHTRET
PSPCLHNRHHRSQPEPSRSVNDHRIPRDNIQTSLRKSLVFFVQLTAKFPLVVIFLLIILYAIPTSAAILAMYILVTLLLA
LPSFLILYFAYPCLDWLVREIVT*                                                        
>Atha_AT5G09630                                                                 
MDVTGTVTVRDAFDRVSKKQKLYHSVTQDVIDLVCDGIQDTLTRIQLGNDDGVEPESVLTELRRKLDALLPIIQLQKSHK
ETKWSLSKLVKLLEVSYHPDISLACFSVDFDINLVNKILIHHCYREGLFDVGDCLVKEAGREEETEVRSQFLEFHQIVDS
LKLRNIEPAMRWIFANRGKLKQKSSKLEFKLLSLKYCDILREGKSDDALEYARTHFTQYPLHFKEIQKLITCLLWIGNFE
KSPYAEIVSPSCWDKVTKELIMEYHHLLDQPINSPLKVALSAGYESLPSLLKLVHLMALTKQEWQAMKQLPVPLELGNEY
KFHSAFVCPVSRDQSSEENPPMQLPCGHVISKQSMMRLSKNCAFRTFKCPYCPAETLASACRQLYF*             
>Atha_AT5G13530                                                                 
MVGRVKVPCCSVCHTRYNEDERVPLLLQCGHGFCKDCLSKMFSTSSDTTLTCPRCRHVSVVGNSVQGLRKNYAMLALIHA
ASGGANFDCDYTDDEDDDDEEDGSDEDGARAARGFHASSSINSLCGPVIEVGAHPEMKLVRQIGEESSSGGFGGVEMWDA
TVAGGGGRCKHRVAVKKMTLTEDMDVEWMQGQLESLRRASMWCRNVCTFHGVVKMDGSLCLLMDRCFGSVQSEMQRNEGR
LTLEQILRYGADVARGVAELHAAGVICMNIKPSNLLLDASGNAVVSDYGLAPILKKPTCQKTRPEFDSSKVTLYTDCVTL
SPHYTAPEAWGPVKKLFWEDASGVSPESDAWSFGCTLVEMCTGSTPWDGLSREEIFQAVVKARKVPPQYERIVGVGIPRE
LWKMIGECLQFKPSKRPTFNAMLATFLRHLQEIPRSPSASPDNGIAKICEVNIVQAPRATNIGVFQDNPNNLHRVVLEGD
FEGVRNILAKAAAGGGGSSVRSLLEAQNADGQSALHLACRRGSAELVEAILEYGEANVDIVDKDGDPPLVFALAAGSPQC
VHVLIKKGANVRSRLREGSGPSVAHVCSYHGQPDCMRELLVAGADPNAVDDEGETVLHRAVAKKYTDCAIVILENGGSRS
MTVSNAKCLTPLHMCVATWNVAVIKRWVEVSSPEEISQAINIPSPVGTALCMAASIRKDHEKEGRELVQILLAAGADPTA
QDAQHGRTALHTAAMANNVELVRVILDAGVNANIRNVHNTIPLHMALARGANSCVSLLLESGSDCNIQDDEGDNAFHIAA
DAAKMIRENLDWLIVMLRSPDAAVDVRNHSGKTVRDFLEALPREWISEDLMEALLKRGVHLSPTIYEVGDWVKFKRGITT
PLHGWQGAKPKSVGFVQTILEKEDMIIAFCSGEARVLANEVVKLIPLDRGQHVRLRADVKEPRFGWRGQSRDSVGTVLCV
DEDGILRVGFPGASRGWKADPAEMERVEEFKVGDWVRIRQNLTSAKHGFGSVVPGSMGIVYCVRPDSSLLVELSYLPNPW
HCEPEEVEPVAPFRIGDRVCVKRSVAEPRYAWGGETHHSVGKISEIENDGLLIIEIPNRPIPWQADPSDMEKIDDFKVGD
WVRVKASVSSPKYGWEDITRNSIGVMHSLDEDGDVGIAFCFRSKPFSCSVTDVEKVTPFHVGQEIHMTPSITQPRLGWSN
ETPATIGKVMRIDMDGTLSAQVTGRQTLWRVSPGDAELLSGFEVGDWVRSKPSLGNRPSYDWSNVGRESIAVVHSIQETG
YLELACCFRKGRWSTHYTDLEKIPALKVGQFVHFQKGITEPRWGWRAAKPDSRGIITTVHADGEVRVAFFGLPGLWRGDP
ADLEVEPMFEVGEWVRLREGVSCWKSVGPGSVGVVHGVGYEGDEWDGTTSVSFCGEQERWAGPTSHLEKAKKLVVGQKTR
VKLAVKQPRFGWSGHSHGSVGTISAIDADGKLRIYTPAGSKTWMLDPSEVETIEEEELKIGDWVRVKASITTPTYQWGEV
NPSSTGVVHRMEDGDLCVSFCFLDRLWLCKAGELERIRPFRIGDRVKIKDGLVTPRWGWGMETHASKGHVVGVDANGKLR
IKFLWREGRPWIGDPADIVLDETSG*                                                      
>Mgut_mgv1a012132m                                                              
MWNRASNYISGTIGLKHEAQKHKHDSTDCSDDEASSVRSTDEALECPICWESFNLVENIPYVLWCGHTLCKNCILGLQWA
VVKFPTLPLQLPLFISCPWCNLLSLRLIYRGNLRFPRKNFFLLWMLESMNGDRVKSHSSVCGDHQSVTETKELRRGQYGH
NNNNNPEPLRHGGGGNNFSSYLAIERLHLSLRRLLVFFVHLTAKFPLVLIFLLIILYAIPASAAILALYIIITVVFALPS
FLILYFAYPSLDWLVREIIT*                                                           
>Mgut_mgv1a006217m                                                              
MKGKRGQFGKYIRNNVRPQETENISSCSDLFTNHTLLAFLLPLLTQPSTSPKYFQSWKPISLLIAGMELNAIQDKFERVA
KKQKVSSSKSHEWMEQVGREIEQALASIIQWDDNDSSISIDQKITELKAKLQTIDSQSNLDRPQRELNIDFAKYQKLLEK
ILHPDLSKTYRNADFDPHIINQIITQHFYREGLFDVADCLVKEATETEAISLRVQFQEIHQIIDALKSKRNLGPALDWAS
ANREKLKDSGSDIELKLHKLQFVDILQNRNRAEALKYIKTHLAPFASSHMKEIQKLMGSLLWFGKLDKSPYADMADPIHW
ENLSEELMKTYCNLSGQPFTDPLSVTVAAGVEGLPTLLKLASVMTGKKQDFQAMKQLPVPIELGKSFQFHSVFVCPVSRD
QSSEENPPMLLPCGHVLCKQSINKLSKCNTRNFKCPYCPLDASVAQCKQLHF*                           
>Mgut_mgv1a012374m                                                              
MWRSISRSIIPGFGRKENISELARSCHDLSDDETSSNASSDEGLECPICWDSFNIVENVPYVLWCGHTLCKNCVLALRSA
SLKFSAQHIKIPFFVSCPWCNLLTFRFSYKGNLRFPSKNYFLLWMVESRNGDRVNNQYHSSNTANRRMHRLGRQISSINN
NNDNNNNRGRYTNSFTSERRHLSLHKSLDLFIRMTAKFPLVILLLIVVFAVPASAAVLMVHMVITVLFALPAFLVLYFAY
PAFDWLRREIRT*                                                                   
>Mgut_mgv1a008202m                                                              
MELSSINDAFDRVTKKQKLSSSKVQEIIEQIGREIEQAISRIQSEQDSASPSDQKMILNELKAKLKEIAPLRQLEGPQKE
LNVALSKYTKMLEKSFTADISKSYLDIDFDLHTVNQILASHLYREGLFDVGDCFVSESNEPGAATDRAPFLELFQILEAM
KSRNLEPALKWVKRNCEELIQHGSELELKLHRLQFVEILQNKSRDEALKYGRAFLAPFAATHMADVQKLMTALLWADKLD
SSPYAELLSSTHWSKMAEELTREFCNFMEQSHESPLSVTIAAGILGLPYLLKMSSLTLGKNLDPSSVDLKLGVEFQFHSV
FVCHVSKEHASADNPPMILTCGHVICKQTMTKLTKNNNTKPFKCPYCPIEVEVAQCRQLFL*                  
>Mgut_mgv1a009510m                                                              
MDDYQESHCPVCRHPYNHFPGVCELLHLLLLKSYPLAYKRRQRQVAEEEEKYGYISPQFDSDLVNSQVSEVLDDQDTCGG
DHSLVQDSSKRPSPCEDKPSAINNEANLHCTVCKQLICRPVVLNCGHVYCETCICPPRSSICECPTCGSAHPNGVPNVCL
VLDHFLENRFPEEYSARKLSLPKVSRASPSGSTPEKQEHAAKCSSVPRNAYSPWFSENYPNFHPTVGCDYCGMSPIIGMR
YRCKDCVEEIGFDLCERCYSTPSKLPGRFNQRHTQEHQFEKIQPPGFGFSLGDEEDSGDYSMNDADVDSTELIGPRLPSL



SDDASDRTNLRLSSSDDDV*                                                            
>Mgut_mgv1a012032m                                                              
MWKFASSCIAGNMALKNNTSKPRQDSADCSDDEASSLTSRDDGMECPICCESFNLVENIPYVLWCGHTLCKNCIIGLQWA
ALKFPTLPLQLPLFISCPWCNLLSLRLVYYGNLRFPRKNFFLLWMLESMNGDRVKSRSSACGDHQAVCPPSTIKAGSFTG
SSINRRSGNNYGNDFESSVSVNNGSQFERLHSSIKKSLVFFVHLTSKFPLVIIFLLIVLYVVPASAAILALYLFITVAFA
LPSLSILCFAYPSLDWLVREIVA*                                                        
>Mgut_mgv1a007495m                                                              
MDAQLPTATATATATPIAAPPPSNLAKLAESLKLEHQFLRVPFEHYKKTIRYNHRTIEKEVSAVISGVPAAASDISREEA
VRQLTSLVSRLQGLKRKLEEGSQTEQLQAQRCRTRLEHLESAEVDNLPKWNSIRLKRILVDYMLRMSYYDTAVKLAESSN
IQDLVDIDVFLEAKKVIEALEQKEVAPALAWCADNKSRLKKTKSKFEFQLRLQEFIELVRTENSMQAISYARKYLAPWGA
THMKELQRVMATLAFRSNTECSTYKVLFEERQWDYLVDQFKQEFYKLYGMTLEPLLHIYLQAGLCALKTPYCYKNACTNE
DPLSQEGFRKLAMPLPFSKQHHSKLVCYISKELMDCDNPPLVLPNGYVYSTRALQEMAKQNNGKISCPRTGLVCEYKDVV
KAFIS*                                                                          
>Acoe_002_00765                                                                 
MWNLASNAISGTIGLRNDSSKASRASSDCSDDEVSSNTSREEGLECPICWESFNIVENVPYVLWCGHTLCKNCVLGLQWA
VVKFPALPVQLPLFISCPWCHLLSFRLVYKGNLKFPRKNFFLLWMVESMNGDRVKSHSSFFGEHQPAWSSTCNSTTGGQV
NYSNPRRTPRGHHLEHSGSSHDNASVRANYLNLETLNASLRKSLVFFVHLTAKFPLVIIFLLIVLYAIPASAVILALYIL
ITVLFAVPSFLILYFAYPSLDWLVREIITMWNLASNAISGTIGLRNDSSKASRASSDCSDDEVSSNTSREEGLECPICWE
SFNIVENVPYVLWCGHTLCKNCVLGLQWAVVKFPALPVQLPLFISCPWCHLLSFRLVYKGNLKFPRKNFFLLWMVESMNG
DRVKSHSSFFGEHQPAWSSTCNSTTGGQVNYSNPRRTPRGHHLEHSGSSHDNASVRANYLNLETLNASLLPSFLILYFAY
PSLDWLVREIIT                                                                    
>Acoe_027_00192                                                                 
MEPEPSPLPNGDSTASAAATTTAAASIASAVAANAAPIQSTRINHLAESLKLEHQFLRVPFEHFKKSMRSNHRIAEKEMS
TVVASVSEAVNRDNMSQEEAVNHLTSLVSKLQGLKRKLEEGSKSENLQAQRCRARLDHLDAAEAENLSEWNNTRLKRILI
DYLLRLSYYDTAVKLAECSHIEDLVDIEVFHEAKKVIDALHNKEVAPALAWCAENKSRLKKSKSKFEFQLRLQEFVELVR
ADNNLRAITYARKYLAPWGATHMKELQRVMATLAFKSNTECATYKVLFEFKQWDFLVDQFKQEFCRLYGMTLEPLLNIYL
QAGLSALKTPFCYENDCSKEDPLSQEGFRKLANPLPFSKQHHSKLVCYITKELMDTENPPLVFPNGYVYSTKALEEMARK
NDGKVTCPRTGLVCNYSELVKAFISMEPEPSPLPNGDSTASAAATTTAAASIASAVAANAAPIQSTRINHLAESLKLEHQ
FLRVPFEHFKKSMRSNHRIAEKEMSTVVASVSEAVNRDNMSQEEAVNHLTSLVSKLQGLKRKLEEGSKSENLQAQRCRAR
LDHLDAAEAENLSEWNNTRLKRILIDYLLRLSYYDTAVKLAECSHIEDLVDIEVFHEAKKVIDALHNKEVAPALAWCAEN
KSRLKKSKSKFEFQLRLQEFVELVRADNNLRAITYARKYLAPWGATHMKELQRVMATLAFKSNTECATYKVLFEFKQWDF
LVDQFKQEFCRLYGMTLEPLLNIYLQAGLSALKTPYPYYFNQQERFAACYVPALFIILRLEGCKLGKF            
>Acoe_072_00017                                                                 
MELGSIRDAFDRVTKKQKLCSSKTQEVIDQVGQEIEQALAKLQAVHDPSSIHDLKSILTELNGKLKEVGPLNQLEGSQKE
LNVGLSKYVKSLEKFFNPDISKAYRNVDFDTQTINQIIACHFYRQGLFDLGDCFMNEAKAPEVSLKSPFIEMYQILEAMR
SRNLEPAIKWAATHRDHIVQNGSILELKLHRLQFVEILQNGSRGDALNYARTHLSPFACVHLAEIQKLMACLLWAGRLNS
SPYAEFLSPTHWEKLAEELTQQFCSLLGQSYESPLAVVIEAGVQGLPTLLKLANVMAAKKQEWLAMKQLPVPLDLGRDFQ
FHSIFVCPVSRDQGSEENPPMLMPCGHVLCKLSIVKLSKSSTRTFKCPYCPLDATVAQCRQLYF                
>Bdis_1g16170                                                                   
MWSFPSLGKKNPPNFTFSNADCSDDEVSSCTSREEGLECPICWESFNIVENVPYVLWCGHTMCKNCILGLQWAVTKVPTV
PIQLPFFVSCPWCNLLSLRIIYKGNLTFPRKNYFLLWMVEGMNGERARSHSSTHSEQHTPCLSSGSRASANAVTSNPIRR
LPPPRVETSSSTVNHANRRAPLLNTEMVQASLRKSLSFLVHLTAKFPLVFIFVLVVLYAIPASAAVLLLYIVITVLFALP
SFLILYFAYPSLDWLVREIFA*                                                          
>Bdis_1g37250                                                                   
MELDSLREAFDRVVEKRALSSTKVQEAIDQIVTEIEQAISRMQMMNTDYMGSCDHSSIMAELKAKLNEMVPLNQLEGCQK
ELNAALSKYLKLLEKSFNPDISKAYRNVDFEACTINNIIANHFYRQGLFDLGDSFVHECGESDGTYLKLPFQEMYGILEA
MQARNLEPALSWASKNHDQLMQNSSMLELKLHQLQFVEILTKESRDEAFKYARTHFAPFVSLYQAEIQRLMACLLWADRL
DKSPYAEFMSSTHWDKLAEELIHQFCSILGQSSDSPLNVAISAGFQGLPTLLKLTTVMAAKKQEWQAMKQLPVPIDIGPE
FQYHSVFVCPVLREQSSDENPPMLMPCGHAVSKQSIMKLSKSSSRPFKCPYCPSEAVASQCKQLRF*             
>Bdis_1g70360                                                                   
MWSFASNAIAGSLKKKVQSSRCNLSNPDCSDDDVSSCASREEGLECPICCESFNIVENIPYVLWCGHTMCKNCILGLQWA
VVKFPTLPIQLPLFISCPWCNLLSFRLVYKGNLKFPRKNYFLLWMVESMNGERAKFHSSGHEERHSLAASSGGTSSSQHH
RRNPVARAESSSARDGNVVGNDSSTYSISASFQKLLVCFIQLTAKFPLVIMFLLIVLYAVPASAAVLLLYVLVTFLFALP
SFLILYFAYPTLEWLVREIFT*                                                          
>Bdis_2g34760                                                                   
MEMAIDTPSPSPSSASPAPSAAAGRQTRAAESVRLEHQLVRVPLEALRATARTNHRLAEKEIAAVLSSASAAPGDNGAAA
AVDHLTSLVSRLHGLKRKMEEGARAEELQVQRCRARLDRLAAASAGDDGEWEDMRLKRILVDYMLRMSYYDTAAKLAETS
GIQDLVDIDVFLDAKRVIDSLQNKEIAPALAWCAENKSRLKKSKSKLEFLLRLQEFVELVRAKNSLQAIAYGRKYLAPWA
STHMKELQRVFATLVFRSTTNCVPYKVLFELNQWDSLVDQFKQEFYKLYGMTLEPLLNIYLQAGLTALKTPFCFEGNCPK
EDPLSLDGFRKLAEPLPFSKQHHSKLVCHITKELMDTENPPLVLPNGYVYSTKALDEMAKKNEGKITCPRTGEVYNYTEL
VKAYIS*                                                                         
>Bdis_3g51260                                                                   



MEVDTVKDVFDRVVKKQKLKSSKTIDLVNHVEKEIDQAIKAIQGNGTEGDSAANMTHEILLNLKNKLKEMAPTKQLKSCQ
KEMNTALSTWVKTTEKLFIHDISKAYRNVDMEPNVLNELIANHLYREALFDIGDSFIGEASCTASLKLKQLFQNMYEIHG
ALKAGKPELALSWAMKNHDALLQNSYCLELKLHQFQFVDMLKQGNRDQALQYARAYLAPFATTRKEEIQRLIASILWAGR
LDQSPYTEFLSPTNWEMLAEEFAQQFCNLIGQSSTDPMGTAVSVGAEVLPILIKLMTVVTAKRDWHSMKQFPFPLDLRSE
FQFHSVFVCPVLRDQGGDGNAPMLLPCGHVLSKQSTLKLSKNSSRSFKCPYCPFEAMTSGCKQLYL*             
>Sbic_01g032180                                                                 
MWGFASNAWASGLGKRSPPNCTSSSAAGSDDEASSCTSREEGLECPICWESFNIVENVPYVLWCGHTMCKNCILGLQWAV
IKVPTVPIQLPFFICCPWCNLLSLRILYKGNLTFPRKNYFLLWMVEGMNGERARSRPAIHSEQQTPWLSSSSRSNGNAGY
SNPTRRHLPPPVDMSPTNANHSNHGVPLLNAERVQASLRKSLSFLVHLTAKFPLVFIFLLIVLYAIPASAAVLLLYVLIT
VLFALPSFLILYFAYPSLDWLVREIFA*                                                    
>Sbic_01g043230                                                                 
MWSFASNAIAGSLKKKGQPSKCSISNPDCSDDEVSSCTSREEGLDCPICWESFNLVENVPYVLWCGHTMCKNCILGLHWA
VVKFPSLPIQLPLFISCPWCNLLSFRLVYKGNLRFPRKNYFLLWMVESMNGERAKFHSSNHEEHHSSWHSSAGTNSSHQH
RRNATVRSESSSARETSVVGNIFHTDNISASLQKLMVCFMQLTAKFPLVIIFLLIVLYAVPASAAVLVLYALVTFLFALP
SFLILYFAYPSLDWLVREIFA*                                                          
>Sbic_03g033040                                                                 
MGALDLHLEFASAQHGQAKLNVEEYAKGSLLSDGNYNTEKINGSNPDEYEKFQKGIMQYGCPHYRRRCRIRAPCCNEVFD
CRHCHNETKNSIKIDKMKRHELPRHEVQQVVCSLCGTEQEVQQVCINCGVCMGKYFCGLCKLFDDDVSKQQYHCNGCGIC
RIGGRENFFHCSKCGCCYSIALKNSHACVEGAMHHDCPICFEYLFESTNDVSVLPCGHTIHVKCLKEMEEHCQFACPLCS
KSVCDMSKAWERLDMELATLSDSCDDKMVRILCNDCGAISDVQFHLIAHKCQNCKSYNTRQI*MGALDLHLEFASAQHGQ
AKLNVEEYAKGSLLSDGNYNTEKINGSNPDEYEKFQKGIMQYGCPHYRRRCRIRAPCCNEVFDCRHCHNETKRHELPRHE
VQQVVCSLCGTEQEVQQVCINCGVCMGKYFCGLCKLFDDDVSKQQYHCNGCGICRIGGRENFFHCSKCGCCYSIALKNSH
ACVEGAMHHDCPICFEYLFESTNDVSVLPCGHTIHVKCLKEMEEHCQFACPLCSKSVCDMSKAWERLDMELATLSDSCDD
KMVRILCNDCGAISDVQFHLIAHKCQNCKSYNTRQI*MGALDLHLEFASAQHGQAKLNVEEYAKGSLLSDGNYNTEKING
SNPDEYEKFQKGIMQYGCPHYRRRCRIRAPCCNEVFDCRHCHNETKNSIKIDKMKRHELPRHEVQQVVCSLCGTEQEVQQ
VCINCGVCMGKYFCGLCKLFDDDVSKQQYHCNGCGICRIGGRENFFHCSKCGCCYSIALKNSHACVEGAMHHDCPICFEY
LFESTNDVSVLPCGHTIHVKCLKEMEEHCHRFVTCRRHGRDSTWSWQLCLTPVMIKWSAYYATTAGLYQMCSSI*     
>Sbic_04g026340                                                                 
MLYQPAVLNCGHVYCVSCLSSLNEETLKCHVCGSPHPGDFPNVCLDLDHFLEEYFPAEYESRGQKVQFKKDQCNREASSS
GTSVRKGSTRALHDEGMLNIHIGVGCDSCGVYPIRGKRYKCQDCTELIGFDLCEACYNSSSKLPGRFNQRHTPDHRMEVD
NSALLRGILRHHGMPEEGPEGLMMEEAVVAPGAFLQILVDTQGMEEGNNEGPGEAAIEEPVGAPGAMLNIVIHDQEMEGN
EEDHAL*                                                                         
>Sbic_04g030940                                                                 
MEIDSLREGFDRVAEKRSLSSAKALEAVDQIVNEVEQAIVKLQMMNTDSTGNVDHPSILAELKSKLNEMAPLNQLEGSQK
ELNGALSKYLKVLEKSFNPDISKAYRNVDFEVHTVNNIIANHFYRQGLFDLGDMFARECGELGGTSLKLPFQEMYAILEA
MKARNLEPALSWAAKNHDQLLQNGSMLEFKLYQLQFVEILSKGSRGEGKDEALLYARTHLVPFAAVHKEEFQKLMACLLW
VGRLDQSPYSELMSSAHWEKLAEELTHQFCSLLGQSRESPLSVAVSAGFQGLPTLLKLTQVMAAKKQEWQVMKQLPVPID
IGPEFQYHSVFVCPVLREQSSDENPPMRMPCGHVVSKQSIMKLSKSSSRPFKCPYCPSEAVASHCKQLHF*         
>Sbic_09g004620                                                                 
MDMAIDTPSPAPPPTPPAPSAAAGRQTRAAEAVRLEHQLVRVPLESLRATVRSNHRLAEKEIAAVLSSASAAPAESSAAA
VDHLTSLVSRLHGLKRKMEEGARVEELQVQRCRARLDRLATASTGDDAEWEDIRLKRILVDYMLRMSYYDSATKLAETSG
IQELVDIDVFLDAKRVIDSLQNNEVAPALAWCAENKSRLKKSKSKLEFLLRLQEFVEFVKAKNCIQAIAYARKHLAPWGN
MHMKELQRVTATLVFRSNTNCTPYKILFEQERWDYLVDIFKQDFCKLYGMTLEPLLNIYLQAGLTALKTPFCTEGSCPRE
DPLSLEGFRKLAEPLPFSKQHHSKLVCYITKELMDTENPPRVLPNGYVYSEKALQEMSKKNDGKITCPRTGDVCDFSECV
RAFIS*                                                                          
>Osat_LOC_Os03g11260                                                            
MWSFASNAIAGSIRKKAQPSKCSQSNPDCSDDDVSSCASREEGLECPICWESFNLVENVPYVLWCGHTMCKNCILGLQWA
VVKFPTLPIQLPLFISCPWCNLLSFRLVYKGNLKFPRKNYFLLWMVESMNGERAKFHSPSHEERHSLCPSGGGPSSSQHH
RRPAPRTESASGRERSVAGNVFNTYSISASLQKIMLSFVQMTAKFPLVIIFLLIVLYAVPASVAVLVLYVLVTVLFALPS
FLILYFAYPSLDWLVREIFN*                                                           
>Osat_LOC_Os03g31320                                                            
MWNFASSAWGSGLGKKNTPNCTPSNGDCSDDEASSCTSREEGLECPICWESFNIVENVPYVLWCGHTMCKNCILGLQWAI
IKVPTVPIQLPFFVSCPWCNLLSLRIIYKGNLAFPRKNYFLLWMVEGMNGERARSRSAIHSEQQTTWLSSSSRASGNEGY
SNPIRRPLPPPVETQSPSVNHANHGVPILNAERVQALLRKSLSFLVHLTAKFPLVFIFLLIVLYAIPASAAVLLLYILIT
VLFALPSFLILYFAYPSLDWLVREIFA*                                                    
>Osat_LOC_Os05g06760                                                            
MEMAIDTPSPSPSASSAAAGRQTRAAESVRLEHQLLRVPLEALKSTVRTNHRLAEKEIAAVLSSAAAAPGGGGGGSGDAA
AVDHLTSLVSRLHGLKRKMEEGARAEELQVQRCRARLNRLASASSGDDAEWEELRLKRILVDYMLRMSYYDTAANLAETS
GIQDLVDVDVFLDAKRVIDSLQNKEIAPALAWCAENRSRLKKSKSKLEFFLRLQEFVELVKAKNFMHAIAYARKYLSPWG
ATHMKELQRVTATLVFRSSTNCAPYKVLFEQNQWDSLVDQFKQEFCKLYGMTLEPLLNIYMQAGLTALKTPFCFDGNCPK
EDPLSLPGFRKLAEPLPFSKQHHSKLVCYITKELMDTENPPLVFPNGYVYSTKALDEMAKKNGGKVTCPRTGDICNYTDL
VKAYIS*MEMAIDTPSPSPSASSAAAGRQTRAAESVRLEHQLLRVPLEALKSTVRTNHRLAEKEIAAVLSSAAAAPGGGG



GGSGDAAAVDHLTSLVSRLHGLKRKMEEGARAEELQVQRCRARLNRLASASSGDDAEWEELRLKRILVDYMLRMSYYDTA
ANLAETSGIQDLVDVDVFLDAKRVIDSLQNKEIAPALAWCAENRSRLKKSKSKLEFFLRLQEFVELVKAKNFMHAIAYAR
KYLSPWGATHMKELQRVTATLVFRSSTNCAPYKVLFEQNQWDSLVDQFKQEFCKLYGMTLEPLLNIYMQAGLTALKTPFC
FDGNCPKEDPLSLPGFRKLAEPLPFSKQHHSKLVCYITKELMDTENPPLVFPNGYVYSTKVKTTS*              
>Osat_LOC_Os06g38940                                                            
MELDSLREAFDRVIEKRASSSAKAQEVIDQIVSEVEQAITKMQMMNTDSMGTADHSSILAELKAKLNELAPLNQLEGCQK
ELNVALSKYLKLLEKSFSPDISKAYRNVDFEASTINSIIANHFYRQGLFDLGDSFVRECGESDGAHLKLQFQEMYSILEA
MQVRNLQPALSWAAKNHDQLLQNGSMLELKLHQLQFVEILTKGSRDEALKYARTHLVPFASLHKAEIQKLMACLLWADRL
DQSPYAEFMSSTHWEKLAEELTHQFCSLLGQSSESPLGVAVSAGFQGLPTLLKLTTVMAAKKQEWQAMKQLPVPIDIGPE
FQYHSVFVCPVLREQSSDENPPMLMPCGHVVSKQSIMKLSKSSSRPFKCPYCPSEAVASQCKQLHF*             
>Smol_XP_002990601                                                              
MDSGQGGKLNRFLRSCGFGGAARQHHSSQTGAASATAAASASARNPWDDCLECPVCWENFNGGDHTPYVLFCGHTLCKTC
LMGLQWGTIKPLQLQLPLLVPCPWCQFLTLRLSWKGGRLKFPAKNFFLLSIVEAARGSSSAATTECSKPEDHVPASRRLD
KGAWRMSDVWQIGLNLQQRRVWHEIVHDEWNADQVLKLIRLIAQVISKLPPMILLLFLVFYVLPFSALVLVLYSLVTLVF
AVPCYLVLYFSYPGMQWLAREIVAA                                                       
>Smol_XP_002989424                                                              
MADSDAPWPLLFHDAPAIACSLAAEIESNICPIFFELMKSPTYSPILLYPCGHTFCAKKLARDIADAQRKVVQLESREQE
TKVRLEKVNLEYHRVLSEMRENQDNLATLQKYQDEETAKVNLIQETLKNLKEKKSEKTEIFP                  
>Smol_XP_002963720                                                              
MDLASMQDAFDRVTKKQKLSYAKTEDVIDKFMHEIQAAASKLDQGDVVDHSAVLSELQAKLTAAVNQLSSAQKEVNLALS
KYGKVMDKQFCADLSKAYRDMDFDHRLVNQIIALHFYRQGMFELGDCFVGEAQESEGAAALKLPFFEMYQILEHMRNKNL
EPAIEWAKSHHKELKEKGSSLEFKLHQLEFVQTLLKAGRWEALLYGRRIFGKFPDHLGVIKKLMACMVYFARDVGSNPYK
ELLAPSHWESVALEFTRECCGLLGQGYESPLHVTLSAGSQALPTLLKLSSVMSNKKGEWQAMKQLPVEIELDKEFQFHSI
FACPVSRDQSSAENPPMLLPCGHVLCKQSIVKLAKGNTRPFKCPYCPMEASSSHCRQIHF                    
>Smol_XP_002991550                                                              
MNEEGAPAGPAIDSAASTCHRCVETIKLEHQLVRVSYEVLKRSVRQGIRAVEKEVNGITGAVAEAGKKEVSRDAAIKQLD
SCVNRLSGLKRKLQEMHDAEEQNLQRSRARLDHLSDFCKDPKWKKTKLDRILVDYLLRSSYINTATKLVEHSSIQDLADV
GLFAEAQQIIEGLKRKSCTYALNWCSENKGKLKKTLSVFEFKLRIQEFIELVRAEKAFDAVLYARKFLSQLASVDMQHLQ
EAMTTLVLKQTTECTLFDDNQWEKLIQLFKDEFCKMHGMTSPSLLHIYIQAGLSALKTPLCYEETCLKDDPFSHEAIRKL
AEPLPFMKHVRSRLICYITKELMDEDNPPMVLPNGYVYSTKALQTMSDQNNGLVTCPRTNEVFALATATRAFVS      
>Smol_XP_002971744                                                              
MNEEGAPAGPALDSAASTCHRCVETIKLEHQLVRVPYEVLKRSVRQGIRAVEKEVNGITGAVAEAGKKEVSRDAAIKQLD
SCVNRLSGLKRKLREMHDAEEQNLQRSRARLDHLSDFCKDPKWKKTKLDRILVDYLLRSSYINTATKLVEHSSIQDLADL
GLFAEAQQIIEGLKSKSCTYALNWCSENKGKLKKTLSVFEFKLRIQEFIELVRAEKAFDAVLYARKFLSQLAAVDMQHLQ
EAMTTLVLKQTTECVFYKTLFDDNQWEKLIQLFKDEFCKMHGMTSPSLLHIYIQAGLSALKTPLCYEETCLKDDPFSHEA
IRKLAEPLPFMKHVRSRLICYITKELMDEDNPPMVLPNGYVYSTKALQTMSDQNNGLVTCPRTNEVFALATATRAFVS  
>Smol_XP_002970402                                                              
MEGDRIVVNGFAAGGNPGVSAARGASNDRSLESLKLEHQLVRVPYEHLKKSLRASTRMVEKEVNAVVAGVAVAVDKNLSK
QEAVEQLTSLVSRLQGLKRKLDESNKLEHVQVQRCRARMDHLTMLRDGDKDCQKKWNELRVDRIIVDYLLRNCYYSTAQL
LTESSNIQELCDADIFVDAHRVIESLRKKDCSEALAWCIENKSKLKKYKSKLEFKLRLQEFIELVRSERMMDAIIYARKF
LSPWGSTNLKELQQAMATLAFKSSTDCAGYKAFFEDSQWDSLVEQFKQEFYKLYGMTNEPLLHLHMQAGLSALKTPFCYE
ESCTKEDPLSQENIRKLAEPLPYAKHIHSKLVCYITKELMDEDNPPLVLPNGYVYSKKALDEMIRAEGKITCPKTGYVCS
MSEVHKAYIS                                                                      
>Smol_XP_002968172                                                              
MEGDRIVVNGFAAGGNPGVSAARGASNDHSLESLKLEHQLVRVPYEHLKKSLRTSTRMVEKEVNAVVAGVAVAVDKNLSK
QEAVEQLTSLVSRLQGLKRKLDESNKLEHVQVQRCRARMDHLTMLRDGDKDCQKKWNELRVDRIIVDYLLRNCYYSTAQL
LTESSNIQELCDADIFVDAHRVIESLRKKDCSEALAWCTENKSKLKKYKSKLEFKLRLQEFIELVRSERMMDAIIYARKF
LSPWGSTNLKELQQAMATLAFKSSTDCAGYKAFFEDSQWDSLVEQFKQEFYKLYGMTNEPLLHLHMQAGLSALKTPFCYE
ESCTKEDPLSQENIRKLAEPLPYAKHIHSKLVCYITKELMDEDNPPLVLPNGYVYSKKALDEMIRAEGKITCPKTGYVCS
MSEVHKAYIS                                                                      
>Php_XP_001785421                                                               
MDLTPIRHAIDQVVFLRNSYFLKLRQGVIERALEEANAAAGWLAMLNEDDFSEFGKELFQNLGRKLTEVGLTSQRSLTLY
NSQYVEEIHKTSRRRIDIPLKRWNESLNNVFARDIMKAYVNVEFDSNLINQLICDHFYRAEDLGFCDVFVMEAQIELGVA
AALHAPVSDMWQYLKQLREMNVDPALDWCDANRLKLDARASSLEFELRELKFHHLHKTKGLNVAVEYGKSFVSSYIAEHD
YVKSKFPNYGNQHIQRTNVNRMMASLLWNKRGGNSPYKTYFDMHQQLQSTCEKFKREYLLNHRFQSALHAVVSAGSMALL
VLLGISSKEWELDDAYNFHSIYVCCVHLDQSTVESPPVLQQSCGHTMCLDCFQRMPKNSLYVPRVNTELGVNIRITLCTL
ICPFCRSLTGVIFEVAEPSNILDFVLLKVEAGRKEPKFLHTLPNHVYNGEKSMVMKTISEHMENQLAAIQLLTCGAAVCS
AFIKNKKVVVAGGLISSLYIRLSVQDTRHHCWLILPYGPNLCNGPNIVHKRRFKSLKNPSNAIERVFSTTICSLLPGTLS
GDRSISAGICKLIQMKNVLKEERNSSL                                                     
>Php_XP_001780731                                                               
METDNVATTNGAAAPAIAAAPPSQTSRTNDRLAESLKLEHQLVKVPFEHLKKAMRLSTRFVEKEVNAVYAGVADAIDKDM
SKEEAVQRLTTLVSRLQGLKRKLDESNKGEQVQVQRCRARIDHLSMLQGENGKENELQWNNTRVQRILVDYMLRNSYYDT



AFRLAEMKNIQELVDIDIFLEARKVIEALRNRDCTEALTWCSENKSKLKKSKSKFEFKLRLQEFIELVRAERMMDAIMYS
RKHLAVWGSTNMKELQQAMATLAFKSNTDCAAYKILFDTQQWDNLTQEFKQEFYKLYGMTHEPLLNIHLQAGLSALKTPF
CYEEGCTKEDPLSQEIIRKLADPLPFAKHIHSKLVCYITKEPMNDNNPPLVLPNGYVYSTKAMEQMAMRNQGKIVCPRTG
AVYNFSELAKAYIS                                                                  
>Php_XP_001768594                                                               
SASRSLEEGLECPVCWEILDDRDNTPYVLWCGHSLCKSCVLNLEWATVKLSGLPLQLPLFISCPWCQFLTFRFKWKGQLK
YPCKNFFLLWVVESLQGEHGRPPACTNETELAPMFGLDLASLITSRAGRVGFSAASPGAIVTGNSVAAVGDWWNFHHWQR
SGTRVVASLLQFTARIPLVLLFLFIVVYVLPFSTLVLALYCLITVLFAIPSFLVVYFSYPSLDWLVRAI           
>Php_XP_001768337                                                               
MASMMETDSEATANGAEPPAPAAAPLSQASRVNDRLAESLRLEHQLVKVPFEHLKKAMRVNSRLVEKEVNAVYAGVADAI
DKDMSKEETLHRLSALASRLQGLKRKLDESNKGELVEVQRCRARLDHLSVLQGQNGKENELEWNNTRVQRILVDYMLRNS
YYDTALQLANLNNIQELVDADIFLEARKVIEALRNRDCTEALAWCSENKSKLKKSKSKLEFKLRLQEFMELVRAERMMDA
IMYSRKHLAVWGSTNMKELQQVMATLAFKSNTDCAAYKILFDTQQWYNLTQQFKQEFCKLYGMTHEPLLNIHLQAGLSAL
KTPFCYEEGCTKEDPLSQETIRKLADPLPFAKHIHSKLVCYITKEPMNENNPPLVLPNGYVYSTKAMVQMAMENQGKITC
PRTSVVCNFSELAKAYIS                                                              
>Php_XP_001765723                                                               
SLEEGLECPVCWESFDDTDNTPYVLWCGHSLCKNCVLNLEWATVKLSGLPLQLPLFICCPWCQFLTVRFKWKGQLRYPCK
NFFLLWVVESLQGEHGRSSVCAEDTEPSPLCGLGPVSLSSPHAGRAGSGVVSPGAIVRQDPVIVATNRWGLHGWRRSGTR
LVASFSQFMVRVPLVLLFLFILVYVLPFSTLVLAIYCIITVLFAVPSFLVVYFSYPSLDWLVRAIAS             
>Php_XP_001763890                                                               
MDFTSIQEAFDRVAKKQKLCYTKTQEVIDRTLHEVEAAAEHLNEIEDCSVEVLKGVLRDLQIKLNEIGPLSRIGVSQKEL
NTTTSKYGKILDKSFNPDIAKAYRDVEFDSHLINQIIVQHFYRLGLFELGDCFAKESQESNAAAALKTHLYEMYQNLDQL
QAKNLEPALNWARKNRQSLEAKGSSLEFQLHQLQFVHVLTTKGRGEALEYAKLNFLPFSAEYMSGIQRLMACLLWANRLE
FSPYKDLLSSAHWDKVALEFTRQCCNLLGQPYESPLYVTLSAGSQALSSLLKFATVMSSKKQEWAALKQMPIEIPLDNSF
QFHSVFACPVSREQSTADNPPMLMCCGHVLCKQSIQKLTKSNSRMFKCPYCPLETTANQCRQIYF               
>Php_XP_001761567                                                               
MDLTSVQEAFDRVSKKQKVCYTKTQDAIDLTIHEVQAAAEHLNGIAGCSSQARKGVLMKLQQKLSEISPANQVGAAQKEL
NTTMAKYGKVLDKVFNPDIVKAYRDVEFDIHLINQIIAQHLYRLGLFELGDCLVNEAQEPDAASLKAPLYEMYHNLVHLH
VKNLEPALNWARKNRQTLKAKGSSLEFQLHQLQFVHVLRTKGRREALEYAKLSFNIFAAQHMSDIQRLMACLLWANRLEC
SPYKDLISPSHWDTVALQFSRECCHLLGQAYESPLQVTLSAGAQALPSLLKLATVMSSKKQEWAEMKQMPIEIELDNVYN
FHSVFACPVSREQSTADNPPMLMRCGHVLCKQSIQKLAKSNSRTFKCPYCPQEISATQCRQIHF                
>Php_XP_001760391                                                               
MDLFPVRNAFNRASKKQKTWYGKTQEDIDKVLEVITNAIIELSIVPEEAPAGVHQKLVMEVLQARLKEIGAQSFTEAPLK
EINNAMTKCGKLIDKCFNRNLGKVYRNVEFNHGLVNQLVALHFYRQGLFDVGDCFVAESHGESALSMRTQFWESHQILAQ
LQAGDLSGALAWAQEHHIALQQRKSSLEFRLQRLQFVQYLVEGKKALALEHARSSFGGFANNHMHEIQRLMGSLLWAGRL
QMSPYVDILSNMDWDAIAFEFMHECCAMLGQSYNSPLFVTLCAGSQALPTLLKVAAVMGGKKHEWQSMAQLPMEIELEKG
LQFHSIFACPVSRDQSTNENPPMLLPCGHVLCRQSIQKLAKAPTRTFKCPYCPSETTLSLCQQLHL              
>Php_XP_001754621                                                               
MDLTSIQEVFDRVAKKQKLCCSKTQEVIDRTLHEFEAAVEHLDVTVDRSPEFRKGILTDLQLKLTEIAPVNQVSKCFKEL
NTTVSKYGKMVDKAFNPDIAKAYREVESDSHLINQIIVQHFYRMGLFESGDCFAKESQEPNAAAALKVPFYEMYQNLGHL
REKNVEPALSWARRNRQALEAKGSSLEFRLHQLQFLHVLRTKGRIEALEYAKLNFTPFAAEHMSDIQRLMACLLWANRLE
CSPYKDLLSPSQWDKVALEFTRESCNLLGQPYESPLYVTLSAGSQALSSLLKLATVMSSKKQEWAALKQMPVEIELDNSF
QFHSVFACPVSREQSTADNPPMLMRCGHVLCKQSIQKLTKSNSRMFKCPYCPFETSASQCRQIYF               
>Crei_XP_001703545                                                              
MKPDTNQDGNAEKDKRARIQEVQARTDISDAEKARLVQQIMTEGCQWQQEVDEDERDKIYQAGIAAFAPHKNDKEREDLR
SSITCQVCLEYVKRPISLACQHSLCLECLRGVRRMDTAQRNCPSCRAPIAISMFESARPSRAGKVVAARAHTDEVEDRPE
EAFVTERAKRAGMANACSGALRMTCGPNHFGPIGPEFDPKRSRGVVVGDLYSNRMTCRMECAHLPHVAGIAGRGEVGECC
SRDLSGNKRNGDHNGDQTFDRMNLAIKKSCVEGYPVRVVRSCKTAKPKTLLPVRYDGCYRVLACWRVKGIEGFLVCRYLF
VRCDNSPAPWSSDDTGDRPRMEIPERAQQEMDAARELSEEVTFMGGSPAWDFNAATGQWGWTRDPPHSSGGGGKGSGEAR
KKAGGAKPLTKQLEVLCQVCTRVMSSEQRRPVQTPCGHNFCLQCLQGHMVKLEQAAANPAAGRKSRACTQRKPCPKARCG
KDLTDFMTSVRANNAVIEAQPPVKVEDQEAAAPAGSDADTVGSDADEEMGEAAVADEKVDGQGRYGHAAVGLAAKFPDFD
VAVIEGMLEDQGGDVGEVAAFLRRMARDQAAAARSPKAAAARKPTAGGKRKRKSGGKSKAAKSRADEEAAACEEEEEQQE
EEEERDVAAEAEEEAQGDAQEEQAGEEAMEVEVAVAARGRKAAGAGKKRAARAEPSKRRRKAVAA               
>Crei_XP_001701376                                                              
NPYTDLLSPGAWDAAAREFGKQACSLMGQASESPLTTVVAAGSAALPTLLKLAAVMEKGGQDLRSVEQLPVEIALGPEFV
FRPIFACPVSRDMSTPDNPPLALPCGHVLAEQSVAKLLKNRSRAFKCPYCPMECRQESLRPVTFPGID            
>Crei_XP_001695737                                                              
SRSGPSSGAQTGPEMSLTLSETLEAPLLRVPFESLKRAAKDRKALIDELSDHLAQPPADPSGDTEMEDAAAGEGVSGREA
SIERLRLLLSQLQGVKRKLGEVSRTEADDCARCKARLDYLAATAPTAAAAAAAAGGTPATAAARLDVILVDHLLRSGYHD
SAAKLAAAAGIQLLTDGHIFEGARRVLAALLEDHDCGPALAWCADNRSRLAKSKSGLEFKLRLQQFIELVRAGPAQRAAA
IAHARAHLAPWQQQHLLELQRAVATLAFPAAARERVPAYRALFQESAWHGLADLFMRDLYRLHSLTPESLLTVYLQAGLS
ALKTPASGAPGGSRDDPLRLPPFQRLAAHLPLAKHMHSKLVCAVTKELMSDANPPLLLPNGLVYSTR             



>Vcar_XP_002957071                                                              
MNTNLQAALDEANKCIKRQKLCASKSDAVLDKIIGMVTAAQKELENFAEGSDPEATITSLHKGIEEAGLFKEMNSSTKDL
HTSVAKLGKALERALDMDADICRALRPCPALKDDPGLLARVVAEHFYREGRFELGDTLASEAGLMDAEELRAPYAAMHTV
LEQIRVHNLDPALQWAVEHRSHLSPDGGPSAFEFRLHRLKFVQVLQSQGRTAALAYAKRHFGPHASRHLQDIQRLMAAAG
PAAAAASHPYADLMSPSCWDAAAREFAKQACSLMGQASESPLTTVVAAGSVALPALLKMAAVMERNSQDLRTVDQLPVEI
ELGSEFVFRSIFACPVSRDMSTPDNPPMLLPCGHVLCEQSASKLAKARARPFKCPYCPQEARLDALKPLTFPRVD     
>Vcar_XP_002950122                                                              
MRDAYAEPTEPAVTAREASLERLRLLLSQLQGVKRKLADVSRTEADDCARCKARLEHLAALRPYPGPSQDPSSGSGSGLG
AGLGLISWTRQRLDILLVDHLLRNGHYETANRLATTSGIALLTDAHIFDGARRIVSALRDGHDCGPALEWCAAHRARLAK
AKSPLEFKLHVQRFIELVRASDRTAAIAYARTYLAPWGGQYLAELQRAVAALVFTPQTRCAAYRALFDESQWRVLAELFL
RDLYRLHSLTPESLLNVHLQAGLSALKTPASGEPGGSREDPLRLPAFQRLAVRLPYAKHMHSKLLCAVTKELMSDANPPV
VLPNGMVYSQRGVEMLMAEYRAAQGQGGRATAAAAAAAAAAAAAASATQGQGGGSGGGPLGSSGVCPATGLVFRRDELRR
AFIA                                                                            
>Cvar_EFN55158                                                                  
MALLDAQAVTVPFESLKRVTRERKYAIEEVEGLLGEVQQAAGGAGGEAGSEAAAARLEQYEKQLQGLKRKLEATSLCERQ
ELARCRARLQHVHDLGPPARDAQVEWSRRRIDRLLVDHMLRGGYNRAAAGLAASAGIEALVELHIFGGAQRVVEALRGHD
CGPALAWCEENRARLRKAKSKLEFKLRVQEFVELVRAGQQLEAIAYARRHLAPWAPQHMPELQRAAALLAFQAGTQCAPY
RQLLDDARWLELVDLFHQELYRLNCLPPTSLLSIHLQAGLSALKTPLSLADSCCREDPLHLPAFRALAEGLPFAKHVHSK
LICALSHTLMNEHNPPAALPNGYVYSQKALQEMAAAHGGRVTCPRTGFSCDVSQLRRVYVS                   
>Cvar_EFN56715                                                                  
MAAAQAAAAAAVADVEAALREADKAAKKQKVCAASSAQAINKMLQAVGKARQQLLAAPAAPPQAVLQELHAELAAADVAR
AMTADTKDLHGAVSKLGKVIAEHLFHEGLFEIGQVFVEEAGVEEGEALKRPYASMHTVLQEVQRHNLAPALEWVREHEAA
LRGPGGEPCAFEFSIHRLAFLSLLKEQGQAAAMAYARQHFARFQATQMAAIQKLMGALCFSRRAAAGRPSPYADLLAEDL
WGNLARDFVRQCCVLLGQAQDSPLLVTVAAGAAALPTLLKLATVISDQPVADLAGAAEQLPVEIPLGQEFIFHSVFACPV
SRDQSTRDNPPMLLPCGHCICKASIYKIAKAANRSFKCPYCPAECTPRDCQELVVPDME                     
>Cmer_CMI164C                                                                   
MSGTETSQALMSGQLPKERGAGLVSVAADLVRLVAKQKKLSGSSFDACQNLKDALDRFQVAILSPTTSVEARKLLLAEFQ
QQVLALFETLSVREKELKAAITKYTKSGENCFDPQISQLCNVQPLEKTLLERAIGEHLYREGHFDIADSFARESGQSFED
TYRLPFRDLYAILNDIRHGTLEPAILWTQRVSSWIERSSDSQDGASESSAAQRMQDSTYIPHSATPSVPTNAGRQALAEK
LRELEFKLHRLRFVNYLQERRLPEALAYARQHFARFQRSQTKEIQQLMGCFAFVSRIAKSPYASFFTSALSDDAEQSFRR
CFWAHLDLSEESPLYSVVACGTIALPVLMRATRLLATRESWTQREELPVEIDLGKKYKYHSIFVCPVSREQSTPTNPPYL
LPCGHVLCKETVNRLPRGNTRFKCPYCPSEQQVAACRQINF                                       
>Cmer_CML222C                                                                   
MELERAMLVLPAEAFQVNLRNHKRLCDRKAEQLRTLLSQLGDAGDSATVASVLEELSKEIDEFRTALESWDRKDQEQISN
LRQRLRILLTEAGLDTQMLDLAQESAQTPAFARYQVTDSDAKDTTERAREPAMDSGQCDLSQREVSTDATQHRLLRFLVD
FMLRQGYLETARRAIERWGLAPFVDMGVFEAIVPVVVGLRANRATEALQYCAENRRRLSRLGSSLELNLRVQEFIELCRA
REVNAAVLYARKHFNGLLASKPDADADPRALEEYALVKRCVTLLAYPPETSCEPYRRLYDPKRWDTLIEKFLSTHFELNM
LPSVPLLDLLIEPGLAALKTRKCKPYTLETNPATRAGRASQGPTSIEGPVGHARHQEVSMSTGDAERGQLASSAFDEHVS
ALGDRARLCPTCAYPFNALAKDLPYSSHTHSILLCRVTGKLMDEHNPPIVLPNGNVYSAEAVDLLTEQRPDGRFVRDPAT
GHEFSRDICRKVFIM                                                                 
>Cpar_4387Contig25891                                                           
MIAGNASKTGDGALEAAAEENTCPISSRLLREPVRTPCGHVFSRKSLLTLLTKEECPMLQDDHAALARVEAALAERPELE
QEEAEEAEEQPVFGHAICAVPSEARIGILLLYDRALARLAIGPSPAAAFLADEEEGPALPPGLVE               
>Cpar_9859Contig52797                                                           
MQKCRTRVEHLRQLEAAAKTGGDAAARLNVTRLDRILVDHMLREGFYTSAQLLAKEGGIAELVDVEIFLASKKVIESLKR
HECDAALAWCSENKAKLKRIKSNLEFRLRLQEYVELLRAGRLMDAIAYSRKHLAPSAGTYMKEIQQAMAALAFLRDPHNS
QYAFLFEEGRWGELVGEFKRDMYQLHSLPTDSLLSITLQAGLSSLKTPMCYQEENKNGNCPVCQDPMNRLAELPFSHHIH
SSLVCRITGEVMDEHNPPVVLPNGHVYSRVAVEEMAAASDGVVRKVFIS*                              
>Esil_CBN79410                                                                  
METEGPFIKVPIECVSQVFRKTRKTVTSELTAIIKEISSLEAAGAAAGDTDGDDTRRGETADSGGEGEGDASAKLGELMD
RLTNLKATAQEAGREEKKHLTGLRKRLDLLAQPPPPPPPPPPHLTGSSAVASTAAAASSFAVTESPGGKTRLDRFIVEYL
LREGHSEAARELSEEAGIQDFVTIELFERAKEVEAAIRAKDLGPALRWCEDNSSRLRKLESKLEFRVRERAFLEMVRANK
KEEAVQYARDYLQPHAANHQAEVQRDMGTLVFPNPQESTVPEWVALFHDDRWAELASEFLIEMQGVFGLTQPSMLEIVVQ
SGVSVVKTPQCSQDSFRLSHCPTCSSEGRALAEGLPCAHHGQSFLICRQSGDPIGDDNPPLVLPNGRVYGSRAIRALARP
AAGTTGAGAGDAAAAAGSGIVGFDGTVGGTVGASVVTCPSTGQTFRFDQLRSVYII                        
>Esil_CBN75302                                                                  
MDDSAASIPAETTSHLVEIHGVLDALDKHNLVPAERWFEKRRKALERVGSSLEFQLARLRFLRFLESADPGKRREAMMYA
RERVMPVAGRHMRELQELMGSLLWSGNLEASPYSHLLSLELWTRVKESVAVDASRVSGLSRESILSVAFRAGILALPTLV
KMAAVVRGSNQEWNGMQELPLEVPLPPGLRYHSMFSCPVSREPSTLDNPPVLLKCGHVVLRSSVSRLARNGSRFKCPTCP
VEQMENETMPLTL                                                                   
>Ngad_00048                                                                     
RVNYIARVQRKSTNKIQHAFKIKCRALLPSAPRETSMMFQLEYAVVKISIEALNSHFQRIRKQVTRELAQIVALLEKPHH



SPTSDSTFSAASLHSRLLNLRETLIAADTEEKKILEFCHRKIQALTSADENDAPGAGLMSDSNLHASQLYKLSRIDHEQL
ERLIGEYLLRRGYLECFRLLEYESHGGQTGAGVFDLGIFLGFKDVEQQLVEHRDCAGALAWCADHSSRLRRLGSPLEFKL
HKQQFLEMVRQKDRLGALEYASQHFSPQNLQSSATSMAPRGSGIAFTNASANSGLSGEQLVEVQQAMATLALGDPEDCRV
PDYSQLFAVERWQELGALFSAEARRCYGMTTEFTALEACIQAALTALKTPSCRRLERGEAMSGNAESQETYSCETTEQEN
NYNPDCPVCADPGRSLAVALPLSHCGNSYLTCACTGEAMDAANPPMLLPNGRVYSQRAVREHLTSSDGCGENRVTCPRTR
DSFPLSKVRSIYVV                                                                  
>Ngad_00219                                                                     
MCDSLLTELTRLREKQRQNTEIMLRLVNSVGAALEDSLGEPTTPQVPHSSLEDIMPQLVQQHKTYHAALSKMTKSVDRVF
LDATPPVFMCRPLRKEDRGLVDQMVGQHLYRRGRTRTAVKLVQEAGLCSSALNLQAHEALARVHEVIAAASKKRDLGPAR
AWAAEHREGLKHVGSNLEFKLARLQFVKLVAGDGSQGKRAEEDAKEEEEETPLGCEGEASTHQDDLAISFAREHLAPFAV
EGGGNAEEVRKLMGSLLYAGRLDRSPYKRYLAPRLWADAMEALHTEGCRMLGLPVESSLSVCYRASLHAMGPLAKMRQVV
LNSKGDWEALEELPGGIEWGRDSSLRFHSVFSCPVTREQASRANPPMVLKCGHVICRNSLNRLLKPQTAGGRASQGQHRF
KCFICPVEQTLQDAQQIYF                                                             
>Pinf_XP_002904720                                                              
MTSVPGPPPSTREPGHTGVASGPQLFTFQRPRREQLESNITIAALQENVSALTLFNQREKELSASLRQEVAQLTEAIARL
NETQGVQSVQQERPATPQKQKLVRSSDERLLPPIHNGSTLSASTVALQQHTQMEVSYQRKVLSLENRCLHMTDNNKKLLT
MIEQLEDAQTEANLQLEASRQQNAQLLTEAESSNSTINSQSTLIVGLRSTVHRLNRDDKLVENLRNTLERCQRELDAVKK
RDKLLQEEHAKLKTSTSQEKEALVCKLLEFQQRLQQNDTARGNVIVLEKETKKLQQENKTLRADLQASNTRCNDVQAHAS
RLDKMSEEFVELELCIQRQQEAEERAQKAEAHVASLQGVADRFQAKDEEIGTLMQKVMHLEDDVNERDQRYAALQEELRR
ANTELHGIKQLSQDDTVQALQMARQKAATYEALTLLNEEKKALEEQLRLVEGRLEAGRVALDEAKDVNQRLVAELNAHQK
ENDTLQEQRNGSQVLEKSVTDTGSQTTEELINYETYAQAADHLRTVTGELESLRAEFEELQQSRNELQDSVQNLQQTQDE
LEVGYKKTVSRERYKSESFQNQLVLLQNENGELSDKMEALYNDLRKEQQLNDAHILEMAELKQRVLSREAIQLLRQTQDS
LEKTVNSLLEAENASESTFTCLQCMQLFTEPMTLAPCGHTYCAACLAKCGSLEAPSSIACNMCEPSVKKETECIFPNCAL
ADLTARFIFRQQSLASLTTMCLSLRNSFTQRGPSSSSTENLIAED                                   
>Pinf_XP_002897502                                                              
MQVLEEESKRVLKKQRLCAEQIDRQLDELLTQVETTKKKLEQRQQELCRKKNRHLATSSAGEGEEGDPDSNGDETQTSAS
TASNGEEAGSKTPCKIEVVETNDGDVAVEEQDNETEYIVRDFIRRVRQLNFEKNVTSELKQIHVLLSKYSKQIDKNLCTD
ITKVCRTNELDQSLVCRLVAEYLYQDGQIEAADSMCKEAGLDLPPTFRDCFIELHHILKAIKERDMQPALDWARRHRNDL
GRLDIDIEFEIIRLKYVDILESSPDMMDAVNFANKELPYFHQTHAEEVGVLMSCVLYKGKLEESPYKKLFNDGRWDEIYD
AVIRACCCLHRVPYRSYLETCLSAGVSALPAMRKLVSVMSSKLADWGNMDELPVEIPIAKELRFHNVFSCPVSKEESTPE
NPPILLKCGHVICHSCVKRFSYNMTRRFKCPTCPVEQTESETRKLFF                                 
>Pinf_XP_002901891                                                              
MELSYPLVRVPFEGASKSFRLYHKQLTRELAQAAAQIEALDDGDGQQPGHRMDVEMAIKKLAELTEKLRDLKKSAKNHVL
EQQTDLQSCITRAQYAESLKKAKIEGDPSLSSHQTGSINDRLIADFLLGQGYLESAKIIEDTKDVGHLVDHELHGECQAV
LKDLQAHHTDKALTWCSQNGSRLRRLQSPLEFHLRLQDFIEFVRAHKPLEAVQHARTFLTPLAMQPDKQSLRDAAIGEVQ
IAMATLAFKSPEECGIETYEKIFAVDRWLTLEKMFRKAFNDVYGMHDPPSLCIALHAGLSTLNTRACHLTRDANLKARLA
HSEAQGKRQRREGDDKRKYTRAEVAVPICPACSEAGSQLCAGLPFAYHPHSRLVCRVTQSVMDEHNPPLVLPNGRVYSKQ
GIELLTQRSSDGTIKCVDTQDVFSSTDVKPVYIL                                              
>Tgon_XP_002368668                                                              
MATQLAESSSVEEKINRLDLLIEKLKKIRDKAQHGNEESRNFLLRCQLRVRRLAEEPDILHVHSKLDFSFATYGDRVAWV
VYEYLARSGMSLTAELLKEKLDLEPFADGEVHQEILDVLGGLLRESTEEARQWVDAHRAKLKKIGSLFESELHVQHVLEL
LKKKDAKTAVAYLKANVGPEDFARCVDIRKVVTLTALLEDPPPQYAALFGIERWHRISCLFLHTSAQVYGFSVKPTLVAL
LQAGFSALKSSVCEEQKSASCPTCLPEWAEYVRQVPTPHRVQSFLICPISGEVMDADNPPLASPDGHVYSTNAVRALAAA
APDGKTVVCPKTKQPYPLERFTRIYVT                                                     
>Tgon_XP_002366075                                                              
MGCVAFFGRRSTSRETEQKEPLASSHSSSPLQHEAPPAAQSPRERAERPGCRPGVHVSPPAGAFAEDLEQAGALDPDAGA
LRPAADSSRSRGISSFDLADPQRQNGEREAVRGSFFSTGENACGACVSSSLSSHTAEDPNGDIADALERGEAKAMGMKKP
PRDEALVAAEGTPYKDLVSETEWARVLNLFRRAFCEIGLLLPVCRQPPAPGTPEDEPLSEGLNHGLGPGGQFHSPEDGRP
VSGALEAYVSPGGPMPALALPPASTRAVGQPSGSAGIPGPEREGGTSGQGNRGPALSRRGPLQELWDVISGRRQAEELRA
AEPAEPHVRGAGEDRGLSRETAGGSALVYDGERGETEAGARGETAPSAAETNVGRAQEAGTRGGAEVERRTRITTFYRPE
EREFRQAEAVATAARAGIPVEFLQLLPPEPPRLAPTISCVGRCLSPVAETERHAALVDATAIAALDSGSCVAAAMAGVAA
RAVECGEEEPLLSEVPLSPPNVRSLQYFASFQRKARRDPFARSSDGFADLFAQEEDDVEAPIVLAPLGACSLRGQRFTRC
AGISGGRFRDSCGRGGLCVGQQLVALGDSAAAPLLPLGGPWIGSTASPRHNRRGSLSSNSSSQSSGSAGVVGRQAALAAV
CSRTVLRRLPPISDLQPGWILRIHALGRRAPSAGGRWAVIGRTRRCAGARPGESSQSLWESLSSLWGRVDRDGHGPAEVC
SGRRPLTEKPPADSGPQESSLGDSLASASSPAAGRRQATQEDASPFGRKRATTGDLGNKNLPPSDGSDTRGDSGAGADSE
EVEELREAEDLFLDVQRLKRRRRRQILESLWLNEALEGPPVFGLRWRPCTISRSRRRGLLGLFQGKAPGKRWGAGPSDSD
ETASRVHRSDASFHSTVLRSSSRSSTETSGVFISGREAEAAGGRRGSRRRRRRRRTTSLSHLASTAPPAEGLPENPTMEA
SSGRWGRRDRPGRQSARSAHGRFGGDRGPINPLALEARALLLQAQMRGVLGRSLGAGSAGTPAGATGAAARRLAAMAVRG
LGAGRGAGGSVEARYLSLARIAFLSAGRWQALPTAEALRGWREEEAGVAGEEEDDSDEDDDEVEDDLEEVMRALDGEDEL
GDPEENAPLAPTEDRAASAASIRRGSPMHFIMLPLPSAFLYNGDGLCGARFSDGPRWFASSRWHSSPYGRSGRRQGDRSG
FLSVRGEERRREEQVQNSRAGGQQRASRHQRGPEREGDAGSAPAGSGTGDRSSDSADQCDNPSAGGDEETRRGRGETPTS
VAGLVMMLMRDRRATGTRGTDQPPTAAAETGRQGLVGEGGDDGGARWRGGSGRTSMALGSALEMAQTIEAAVSHSVAAAS



EPDTSVPGSEAPGGPYASQGNPSLSAFSSSLPSSVPPPPPLLAPADTSSGTASEQASADEPVSTRGTSTAVGGDRGRVGA
SSGSDLVAAASAAQASSQDASGLAASSSAGSATGRGGIEGSSGIEESGAASISGETPFCLLPASGSGRSVSSASGNHPLG
APVLLASGLSSRSGHIAVSSFVPPPPPPLPAGLGGSFLDPFGTAGPTGPAASGAGGGFSSQTTSPHPTSPGGGGLTQAAS
FSSSPIPTPTSSAQPAGPSGSTGAVGGTGATPPPPPPPPPPPPPPPPPPPLPAGTVSTSRAGGAVGGATRWRHVPLGGDS
QGQGVGAGGSGVFFGLQHESHQQGGSRPSTNPTGEGLLAPPCSFLASSAPAALLGSRAGAVGSSAARSTSEQGGEWNDGE
RQSRRRHTRSHRQQTQRLSLGSHEASLPERDRRRENMRSPEVSPSTASVRSSSTSRQQSLDSALASREGSETEDETSDDC
RGPLSGDEDIRRIGIFGGRGCSMCTCCACRNCECLQSVSDASGCFACRLVLPPTRTSKEEGLSGAGEGHRSGAPRSTTAD
GFDRNVRWRNDDEEEDRGDHGDEKGYAERRCSRRRRSKSMGGRARGRRGQAPEGEERNGERNAERNRERHEDGNTERNEE
ESQDGCLHGGAAPRRRRRRVYRGRKQGRTAEKKLETLGLLVKNPNCGEGSAARKKAQKKDEFADNLCQTCGGSKTWRRVS
LPLESPLTVLLCAGNIALPRLMQLLQVVSQQSPQLAAEPPPPTSPNSLAAYSSSPPLFPSSASSTAAFFALLPSLLSSNG
GSSSLLPLSFLPQTPAAPPESMSPLSPDVSSSAVSASLFSPRLPWVFPSRSARHAFLPVSASRISSPQGAPGTFCVCCRR
LECICDFPEHPSVDARASLSRNQRSDVAIPGHLPQPFSTLPTLAAMLHRSRRDASVGGSVGASQAGAAPAGGPPSPLLSD
GGMLALELDLGPAFHFHSNFTCAVSREQTSTKNPAMLLTCGHTICSSCVERVTSRRSRQTLRCPICPTHVSISETRQLCF
D                                                                               
>Tgon_XP_002364196                                                              
MAPIFAAGKTANAEDEAREEEVARASHAGHECPICLEKFECGEMRRPKVLTCGHSICFLCILRILSTGDGSAGTALHPRR
VSPASASSCFFLGMFGEASGRQRGLTGDEEFDACMRSAAHCSFFQCPLCRQESRIAADNLALLPSGDAQIPKARRQGERR
TTQGAFGASAEAKQRRPTEGNLHRVKRPLWTDAQQENRDSRTYCKQHPNEATVAYCPLPCILFFSVSPFLASFSAHLSKN
ASLSQGDL                                                                        
>Pfal_Q8IBH2_Q8IBH2                                                             
MVDENYLKESDSSKFLDFGQIENEIKEFKSKQKEIFSFYVKNIDELIGKINKAKNLLEEKKKTENEILKDKNYQNNVDIN
NGDKKSVVTNMDNNESTDKIKRIESINDNKTINKNNVIIKELIKDVKSLNITEKINNENKTFYNTLLLSYRGIISLIKQE
TPEIFKDIHIKKAIILRLILMHFLQKGDFFMYYVLNKEILKNKKKKKKKTYMEENQMYDRTSNGEIINEHILKSGDVGVS
RNLNNCIVNPDMLNDKNNNNNNININNNNNNNININNNNNININNNNNINNNNNNNNYDNNIMDVPHYLDNIPNNKDIVN
ECDSKQINNTNSYDYNMNSVQKIEMKNEDTANNINVYNKEDTIKCIIPGNNMYEHNNSNSNTFNSVLLNNINPNVGMNDK
GLFSRIKKEYLRKIKFSEKNEEIIFEHALLEEELFEGYKELHRIMYNLKNYDVSSCIEWYHRCSESTKKKYTKLIYLLHC
ISYLIYSKEDKEKALHCLRELMLNYKENKSHISRLSTFICIGVDNAFFKNMFSSVHAKVFNYFKRAFNEEGIVVNMKKNK
NMIKKDTRQYGNENMRCNNLVPSKVNIKNEEANKRNVKELHNKKEEDVKEKINSRKRKSSILLYNKDEKNTHKNCTSQKD
GIKLCSDKNCKHKMCSSNKYNKEKSNISRCTTDNDKKCSSSICSKKKKNKIKKRKKNNSFPIMYKKINEDISRGQTKSHI
KKKNLKNKKGKNEHILKRKIKKKFTNIYNRISKKDPIKVKKNKNKGNHSRNKKKKKNYSYVTFHKEYALNIKMDRSNNIP
LIHNNIYKEKYSNLCGTKLYTNHFYETKRNNFLRPLSELYVENNINEIIRNNKMNKDILYDSCCNNYNMNNFNLILPNVS
LNEDNYGYKNNSRGGVYKEGYNNKKKDNNKKKDNNNNNDDDDEKLNNGWYSHIHHCTKDVITEMIHSKKDDFDIIKENTI
NMDKDIDISSYNNLCNIKRADESIYLYELNESELSQYSYNDSNYMTYKILNRTSQFYDHEDTKINNYALHKLYKHYNKNV
CTNINYPSSILYNNHPYSYNNYLFCIKNLYHNNNNNNNSFFQNNSNFYMENVVNNFEYYMKQNNDSSSYMNHNTFYSLNN
SCFIKKANVLKSKLPKCKFLSASPKDEKDVKTIPMSTEQKKDFSLSSHEKKDVTTLSMEKKCTPVVSIEKKDVLILPQEK
KNEERNKCDDKIEHICGKEECNDMCILKKKKNGKDEEEYYECVNFKDNDVYTNDESTTSSCSYYKSFGSCNSYTSSSGGE
FSSYSSGEENFKKNMNKVKEQVDIMKEDYLKKNTMNALLNTKNVQANNRAILASKNTRLAKTSIDVSRILLTHALTTRDI
YTLQNTLSTNKSNTEFRRICLKWKAKKIKRRSRLKKREKGDEESEDDIKDKGGRNKKGGTRKGKMEVDDDGDDDDDGDDD
DDDGDDDDDDGDDDDDDGDDDDDDGDDDDDDDDDDDDDGDDDDDDDDYNDDDNDDDNDDDNDDDNDDDYNDDDNDDDYND
DYNDDYNDDDESDDFYDEHNSYDEEDDYFDEENDYFDEDDDYYDEEDNYYEDDENIHDEQPYNSPNSSSSYDINKKKKHK
AVSKLKGKRKKKNKKKKKRNISSTNKVNLSDSLECLGLENFIKLTKKNLFIKKSDEKKKSEKGKKKKKTQKSKKSDDTNE
GKNKIDEQKKGKELKENKDNMKLKKKNKIKNMKEVEGSVLNDEKGDMEKTTVEKTQNERSEKSNITEERNDKKVLANNFQ
NEVQCEKDIKEQKEIHKVENVKVEENNDDETKIIENKGNELDVNQEVKNVNQNDSNMTEKNVSEEIQENKGENIQKNESR
TIEKKEKTQKLCDKKDEKKKNKDDFDTLCKKDKKGIHYGSYKKNIKKRRYYSNFLYDEKMQMQMKRNKNEGYYNKGNKTK
KENLVSKEKVKSEKAGFNKKNDSSDSDDEYKKSKGRKGTDKKPNNDKKKFDKSNDDKKKKKEKEVHKNNKEFVKEKKNEN
DQDKSLKKENEKKVYVHLESPLDILVCAGLISSKKLIEAQAILKENNKRLQEVKNSSFANNSNEKSLEKEKNKNPNENGS
LLSNSLAVEVDLSGCFFFHSSFTCPISRDKSSRDNPPYLLTCGHAICKNCVDKIHAQRSRQFKCPMCPQYLHLLEIIPLY
FS                                                                              
>Pfal_Q8IE21_Q8IE21                                                             
MEEDKLTHKEKRKDIEKYTNEGDGNMNTISSNIKEEEKGSLKDDIIKFCEDNLNNEKEKNINKKMEENVEKDCCHINNRQ
YDNIENNPCCEEKDLNKSEEKKDIQENSYNNNNNNNEYEEFIDMWINLSYTSVDNINICEKVDDLNINHKEKEKDKTKME
KFRRRQLIKDDPKEQNDDVGTSEEMDIKEDDSDSSSMEDVIISNEDEVTIEREGQRNISSDCSTQQCLDIYMRDDPKLCQ
DKEVDKNDKDDKDDKDDKDDKDDKDDKDDKDDKDDKDDKDDKDDKDDKESVKKKKKKKKEKNKKNKDKNDKNDKNDKNDK
NDKNDKNDKKDKQYKQKKEQNIKGLLCLNSLDKSFIQVPLNCILNTFRNIQKEIEKNFMIITLFIEKKLKDLSDDVSIEK
LNTMLEKLQALKNKVNESNFLLNKYIKRLVSRLKYIYFEGDIQVQNLKYDFRFQNYEKRINWLINEYLCRYGYFDTVSIF
CKRYNLEDYSDKDVYKEYIYIINELMKYNTQPALDYCQKYKSQLKKIDSNIESELHLQYVIHLIFDNKYLEAIEYIKKTI
SQPHGCLASDLKFLITHIALHNKKKKKLKKFNDNRWKRVINLFKKVYSDISGLTTNPLLELLIKAGISVIKTDHCGSKTS
TKCPTCIKELKNIINKLPNIQKTKSFLVCPYTNEVMDEHNPPFTTPTGYVFSEKAISLFLKAEETFECPITNEKYRMDEF
SRLFI                                                                           
>Pfal_O97226_O97226                                                             
MNIPKEQNKNDQINVTIEYGKDKKMKVIKTPINDTKKNNIINHNYDYSNINDKYNNTSDCYLMNNEDGINLYLNYYKKNF
LKFQENNLYNVYELKDIEKKMELAILEIMNLINIQYDYAYHFLKAYNFNSNDLLENWFNNSKKVLTKLKLSHLKEEDILN



NNNNNNIDEPMIKQKKEQFVHNCKQEKFICPILFLECDIEDTYTLSCGHKYSKECLKNYLKTSLHNDFEDDIITKECIDL
KCNKIIKKNDWKNICEEKDYEKYLYTLLHIYIKKSKDLKKCPNKPCPYIIQSVMLNNNNVICKCGYHFCFECLHEFHRPL
LCSYIKKWYELENNDDHNMKWIHAYTKMCPNCNKPIEKNSGCMNVKCICGYSFCWLCLDNWKNHKGGFYKCNKYLEHNSK
YNEQKKQKKKTDKKKDDTVKTYDDEKEDTDKTHDNDNIQNNREEKRNSHLILNRYNHFKSRFNDHQYAENFSIHTQLLFL
YNFCKNYNIHLHKMKFFEDAIIQIIKCRKILKWSYTYAYFSNWKSDNQKHLFEYHQGELEKNLDILQTKTEDINLTQFKN
NTDNDTVRDIQQITQMIDIFFKNICEFMENNFV                                               
>Ptet_A0DYA3_A0DYA3                                                             
MNSTQQEGSSLLKDLERIKKKTRISNKIINGQLDQIIAEIEEAKINNDFSQLKDKLQNQKPLTKIKQTYNECYAYFSKMG
KNMDKLFKKNLQYGQEHVELDSRVLTELIKNHLLRDGEFEAYELLVKESGSEESHFHQFFAEIQTIVKDLKERKLESAIL
WAEKRHKRSPSNLLYELLKQRVIQLVQTEGINAAVNFMRNSDSFQEQAQGRLYEICLITYSVLLWPNLENTKYYYLYDDE
RNWPRILNLFLEVASKSQNILIKSEIRTVFSAGCLAMPKLIKYNQITRNRSSEVLTNDIPIDIEIGKDYKYHSFFVCPVS
REVTNTDNPPVLLKCGHVISKLSAHKMIANKQKFKCPTCPVETKGADLPELIFI                          
>Ptet_A0CF23_A0CF23                                                             
MNSELFACQFCKEYFSIQREPFLLPDCGHSVCAECLTAKLKNGNQFVCKEDGVQVTRNQMNEFPKNFALLQIIKNRPTNR
KIVMNNSPKQLENEQDSDRCKKHGEKMDVVCVDHRVRICAKCALFGDHADHKVVNLEDALKKIIRRIDELKDMSERLDVT
TNETFEMSQYFNKIELHFQSNLDIQIKQVNQFFDELSQILDNKRNKIIAECKDKIIHSQELYNKYIKEAFIDVQRKVELW
RMTSKDRIHYYEEQQKANSIPFELISISSTNELMLIGAQYLKELESTKQQILLKIDEPSYREIHLELKSDLEQFINTYLI
VYQKDPQFKLENSLSRLESITECSLLKDINSSIIQDPLNQNQMEQWIKQYQENQQQKQLNQQYIFQQQQQQQQQQQFLYA
QQQLQQQQQPQNQPFQQQLSYSNHQRTDQPLTSQELDDQYLNNLKKSPSATTLATRRTVSPSPIRRSMKQKKINEKFQPL
IVKLKGDNLDQCDFSQAELGDEGLLSLITIIKKTKNLRVLKLAKNKIQDAAAQQLLTELIEKQNENDQENNQIQTINLSS
NMLTDKLIDTILDLCKKYSKTMQHQSLNQIYLNQNIINLSRVKRKVDEIKKYGLIIAI                      
>Ptet_A0D4J1_A0D4J1                                                             
MQQIEELICPECQMMFNESDNLPLMLPDCGHTICQNCIQQMLINKKYIVCPEDGIMAKNKNDISQFPKNCQLLKMVVKHK
TQYQQSRQSARNDDSDIGYQLQLNNLISNDIPNDLCQEHLEKLEIVCLTDQLRICTRCALFGQHRHHEVRSVDDVVKEIT
QKAENIMQIYQKILQKQSEMTELKYFEPLQERFSSVLTESHNTVKEKFKELHQLLDIKEQRLIEQLTTLTQSLEQQTKKQ
IKELLQSSLSQAELWKITAKDRLVYFSTKTENGELPLDLLNNQDYACVDKGKGIYEELEKIQKQLDLKLQNIKIKKLRVD
LKKTEIDKSFDNLFTITLQLSNVNNTSNMTKSSQILKTINTLTDSTLLQDIKRNESFSKLCGQDVFSSFCQDEPMLLKDI
SMADWSESLMEETTNITQVKSPNRSSLDQEEFVKNKGGSGLKELKEIQPVISSQTIQSTTPTKPERIQIRALEKLKGSFQ
QPSPGRRDLEQVNSIRQGVSPNTKIVDCKKKKMFKINEKFENVWQAFKSDNLEIADFSSAELGDDGLQFIGDILKTSKRV
KQLKLVRNKITDEGACKLLDCLVYNTNQAFQSLHLSSNMITERTLDYFISLVRNSPQGCSLPKSLYLNQTLINATKAKKK
IEDLKRVGYLVNI                                                                   
>Ptet_A0BIE5_A0BIE5                                                             
MSITQQEGSTLLKDLERIRKKTKISNKVLNGQLDQIITEIEEAKTNNDYSQLKDKLQVQYLLRKNEKPLTKIKQTNNDCY
AYISKLGKNMDKVYKKNLQYGQEHIELDQNVLTELIKTHLLRDGEFEAYETLVKESGSVDSNFHQFFTEAQSIVKDLKEK
KLDSAIQWAENRGKKSVNNLLYELLKQRVIQLVQTEGINVAINFMRNSASFQEQSQGRLYEICLITYSLLIWPNVENTKY
FYLYDNERNWPRVLNLFLEVAAKSQNILTKSEIRTVFSAGCLAMPKLIKYNQITRNRSSEVLTNDIPIDIEIGKEYKYHS
FFVCPVSREVTNSDNPPVLLKCGHVISKLSAHKMIANKQKFKCPTCPVETKGVDLPELIFI                   
>Ptet_A0CW06_A0CW06                                                             
MSLAIEQSIDYSYIRLPFEVIVKCMNINEALEFKSTRKQLEHDLTITLSQIAHINSSEKADLVIERIRAIQKALHENQEH
EKQYVESYLQRLKCEECGNELKLQRSLIDNLLREGYFKTAQKLIQSYQIQVLQKQEIILEANTIIKDLKNRSIKNAFKWY
QQNSSKLKKLNSSFQNDLVFQQYIEYLKQDPTMALNYIRDYQIYMNQESIQKCMGCLLFIKQNTMPPQYQQYFDDKRWEL
LIRQFKQELYDVYCFPKESPLLSFVKCGITTLKTQYCDQPDYQQVNRCPICNKQMQELSKDLLTTQKLGSTWICRISGEL
MDENNPPMMLPNNQVYSQKSLLQMSEQQNGQVHCLVTKQTFKISECVRVFLT                            
>Ptet_A0D200_A0D200                                                             
MQQIEELICPECQMMFNEYDNLPLMLPDCGHTICQILYCVQKMGKLIIYKSIMAKNKSDISQFPKNCQLLKMVIKHKAQY
QQSRQSARNDDSDIGYQLQLNNLISNDIPNDLCQEHLEKLEIVCFTDQVRICTRCALFGQHRHHEVRSVDDVVKEITQKA
ENIMQIYQKILQKQCELTESKYFEPLQERFSIVLAESHNTVKEKFKELHQLLDLKEQRLIEQLTTLTQSLEQQTKKQIKE
LLQSSLSQAELWKITAKDRLVYFSTKTENGELPLDLLNNQDYACVDKGKGIQEELEKIQKQLDLKLQNIKIKKLRVDLKK
TEIDKSFDNLFTITLQLSRVNNPTNMTKSSQILKTSNSLTDSTLLQDIKRNESFSKLCGQDVFSSFCQDEPMLLKDIFMA
DWSESLMEETTNITQVRSPNRSSLEQEDFVKNKMGSGLKELKEIQPVSVSQNIQSTTPTKPERIQIRALEKLKGSFQQPS
PGRRDIEQVNSIRQGISPNTKIQDCKRKKSLRSMRNLKVSGSHLKMIIQKQLISQVQTWEMKGYNLLVIFSEYRRELNNL
NW                                                                              
>Ptet_A0DLF5_A0DLF5                                                             
MEELICPQCHNIFNEFENTPLMLPDCGHTICQKCIQYMLSNVDGQQISCPEDKYLFYSNPSILAKGKTHISEFPKNCQLL
KMIVKQRPSIEQPEYQLHLNNLAQERIELCAEHLEKLEIVCLTDKIRICTKCALFGNHRHHEVKSVDDVVREVTLRAENI
MQTYQRILDKQQEMSESKFYDLLNDKFQTMLLDSQMQVKEKFKELHQQLELKENKLLEQLNGLTQTLEQQTKKQIKDQIS
SSLQQADLWKIGAKDRLLYFSTKTDNGELPLDLLYNQEFKGNAIIEEMDRTIKMLEQRINNIRIKKIRVDFKKTEIDKCF
DTMCSLTLQLNHTENNHVENSFTKFDQEEPLLLRDNSVADWNDIEESLITQVAHNQSHVSTQSVVQAKSPLRTENLAHSH
HSITPLKSIKQKSPTKEHSNNTLQPPAPVSILRQGISPTPKLQEKRKKTFKMSEKFDPAFQAFKNDNLEIVDFSNAELGD
EGCSIIADQLKICKKVKQLKLARNKISDDGAAVLLQALAQNSNVVSLHLSSNMITERTLDQILTLIKSSQLPRNIYLSQT
LINATKSKKKV                                                                     
>Ptet_A0BG30_A0BG30                                                             



MEELICPQCHNIFNEFENIPLMLPDCGHTICQKCIQQMLMSADGQQICCPEDNILAKGKTHITEFPKNCQLLKMVVKQRP
SIEQPEYQLHLNNLAYEKIELCTEHLEKLEIVCLTDKIRICTKCALFGNHRHHEVRSVDDVVREIASKAENIMQNYQRIL
DKQQELTESKFYEPLSEKYSIMLQESQITVREKFKELHQQLDLKENKLLEQLNGLTQTLEQQTKRQIKESIQSILQQADL
WKIGAKDRLLYFSTKTESGELPLDLLYNQEFQGNVILDEMDRTLKMLEQRINNVKIKKIRVDFKKHEIDKCFDSMCSLTF
QLNHNETNQVENSFSKYDQEEPLLLRDNSVADWIDNDDNLISQVVHVVSNSMHELKYTSQSQLQQAKSPVRTEPAIHSLQ
SITPLKQLKQKSPNKDIHNNASLQPPPPVSLLRQGISPTPKLQEKRKKTFKINDKFEPILQAFRNDNLEIVDLSNAELGD
EGCNVVAEQLKNCKKVKQLKLARNKISDEGANIILQALTQNQNITSLHLSSNMISERTLDTILNLVKTGQLPKNIYLSQT
LINATKAKKKMEELKKLGYVVNI                                                         
>Ptet_A0CI28_A0CI28                                                             
MNSDLFACQFCKEYFSIQREPFLLPDCGHSVCAECLTVKLKNGNQFVCKEDGYIYLNYQGSVQVTRNQMNEFPKNFALLQ
IIKNRPTNRKIVMNNSPKQTEIEQDSDRCKKHGERMDVVCVDHRVRICAKCALFGDHADHKVVNLEDALKKIIRRIDELK
DMSERLDKAANETFEMSQYFNKIELHFQSNLDIQIKQVNAFFDELTQILDSKRNKIIQECREKIIHSQELYNKYITESFI
DVQRKVELWRMTSKDRIHYYEEQQKSNSIPFELISISSTNELMLIGAQYLKELETTKQQILLKIDEPSYREIHLEMKSDL
EQFINTHLIVYQKDPQFRLENSLSRLESITECSLLKDINSSIIQDPLNQNQMELWIKQYQENQQYKQQLNQQFQLQQQQQ
QLQQQQYLFVQQQHQQQPSNQPYQQLSYSNHQRTDQPLTSQELDDQYLNNLKKSPSATTLATRRTVSPSPIRRSMKQKKI
NEKFQPLIVKLKGDGLDQCDFSQAELGDEGLLSLITIIKKTKNLRVLKLAKNKIQDGAAQQLLIELIEKQNENEQENNQI
STINLSSNMLTDKVVDTILDLCKKFSKTMQHQSLNQIYLNQNIINLSRVKRKVDEIKKYGLIIAI               
>Ptet_A0BQY3_A0BQY3                                                             
MEELICPQCCNIFNEFENIPLMLPDCGHTICQKCIKQMLMSADGQQICCPEDNILAKGKTHITEFPKNCQLLKMVVKQRP
SIDHPEYQLHLNNLAQEKIELCGEHLEKLEIVCLTDKIRICTKCALFGNHRHHEVRSVDDVVREIASKAENIMQTYQKIL
DKQSELTESKFYESMNEKYQIMLQESQMAVKEKFKELHHQLDLKENKLLEQLNGLTQTLEQQTKRQIRDQVQQSLQQAEL
WKIGAKDRLLYFSTKTESGELPLDLLYNQEFKGNAILDEMDRTIKMLEQRINNVKIKKIRVDFKKQEIEKCFESMCSLTL
QMSHNETNQRSLFFQEIILQLIGQTTKTNLISQVTHVVSNSQHELKQTTQSQVQQAKSPVRTEPSLHSFQSATTPLKQLK
QKSPSKDAPNNVSLQPPPPVSLLRQGISPTPKLQEKRKKTFKINEKFEPIMQAFRNDNLEIVDLSNAELGDEGCNIIAEQ
LKMCKKVKQLKLARNKISDEGASVVLQALTQNPNITSLHLSSNMISERILDVILNITKSGQLPKNIYLSQTLINATKAKK
RIEELKKLGYVVNI                                                                  
>Ptet_A0BY79_A0BY79                                                             
MSTYNRYYCTSCYSVWDENQCVPKILDCGHSFCLKCLKRLLQNDQIICPEDMKCIKINSLNQLRTNEELLHPQPQRSERI
LPSTHSSQQDISVTKSETVTQSTTRLFINVPDNSVSIRKPQQVYKKEQIPWTREQLQQCHQQLQEYHQQFELNQMIIQQK
RTLIEQIQQKFSDFQIKLKNIESQLLYELNIMTFDKSISPQTKSQLLKSNQPKKVRIEQLLLLSNEKLNAQVDLVNTLTQ
QTEQLITSLSKQETLMVHDLINKEMQIQFDLTVYDYLPQFCTIKKYENNNNRNQLQNKSQTRVKTLNDSNSNNCTNKSNQ
SLSFTSSSPKPKVRDNSSSKPFQYSKNAHHIEESPSQRQNPRELTFGPSVQLRRSHDSRNASPNNKLYEATGIDRLEELL
FKGLPIEKLDLTNQNLNDQDVQELIKLVQQSTSQIEILKLGKNRISDIGFDKLLTLLLKRSDIHTLNLSNNDCTVKSIDM
IERRIQKLYGKTIYLSNCKLNNLTQLKKKQTLFQNKGVTLFL                                      
>Ptet_A0BHL6_A0BHL6                                                             
MEELICPQCHNIFNEFENTPLMLPDCGHTICQQCIQFMLSNSDGQQISCPEDNILARGKLNISEFPKNCQLLKMILKQRS
SIEQPEYQLNLNNFAKERFELCAEHLEKLEIVCLTDKIRICTKCALFGNHRHHEVKSVDDVVREVTHKAENIMQTYQKIL
DKQQEMSESKFYEPLTDKFQTMLLDSQMAVKEKFKELHQQLELKENKLLEQLSGLTSTLEQQTKKQIKDQIQQCIQQAEL
WKIGAKDRLLYFSTKTDNGELPLDLLYNQEFKGNAIIEEMDRTIKILEQRINNIRIRKIRVDFKKAEIEKCFDTMCIIRH
LQLNHTENSHVDTSFTKIDQEDPLLLRDNSIADWTDNDESLITQVAQNQSHISVIQAKSPLRTENLTQSHHSITPLKCIK
QKSPSKEQPNNSLQPPAPVSILRQGISPTPKLQERRKKTFKMNEKFDQVWQAFKNDNLEIVDFSNAELGDEGCQIIADQL
KICKKGETAEIGQEQDQ                                                               
>Ptet_A0BTR3_A0BTR3                                                             
MEGTDSYNYDEMDLDELMLPPPTLIRQNAFIEEEEETPQFILTTQTDSSYKEEECPICFCHLNEENTVKLLCGHVLCQDD
LNQIISIQHSQTLKCHICRALQIVNQSFICIK                                                
>Tthe_XP_001016509                                                              
MNENQLGDLSYQNMKFLNEENISKFLHCPICKKIFNNPKRLLLCGDTFCEKCLQVNDSKKKGDVKKCFACGQTYNQQQIQ
DDLIPKKIIEDIKVQCTRTKDCQWVGILQEHKIHIQNNECVEQPEQEKKQSE                            
>Tthe_XP_001020237                                                              
MINADIQTVEYSFIKIPYESAVRSFKQQRKSIEKEISSILNSIIQLKKQENFDKGQVEIQIESLILRLKELKKQLSNDQK
ENNKIYDSCTKRIEHLKSITPNVKESQLDYHNLRTKRLIVEELTRNGNVQVAKKLCSSYQIEDYCQMEINLIDLQNQIIK
DLTGQQTQSAMEWCKENSSKLQKLKNDFEFKLIQQRFIQLLKQKKNIEAIQYLRKYSEKYAKTQQGEINKICMCITYEKK
QDMDEKYKKYFDDKRWDDLVLQFKNLCFDIYGIPSNSQFSTTLRAGISCLKTLNCTNKKYQYPYKCPVCSPYINEMVGNI
PFTHKVTSSLICRITGDVMDEHNPPYITKDNEVFSERGIEKMKQDKQKICPITKKEINWDDCKKIFLS            
>Tthe_XP_001032240                                                              
MDQQNNQALICSICSYQFNQTNRLPRMIPDCGHTYCEDCIIKNLVNSKHTFKCPEDGDIILCNRDSINNFPKNISILKIV
QHQENQKQSSFGVIQQKPFQMAEVLSQKSIQSAQSFIDKNMIPCSSQEIKPQMSSNKYSLKSQQQQQQCQVHGKAQDLGC
LQCQQKICAHCAIFGNHKNHTVIPEDEMKKKNKNGLEQMEFQKLLEYSEQKCYDEIEKFFEQVEEKFRKFKNHTFKETYD
KIYNWNQMIDTLRVQQESLDRINSVDFDLFLNLEKLLISGNELEIEYHNLIQFPVKLIGDYLENICFSFSDSVQTIIENC
MSIQFLQNESDIIHKSIQNLTLENQKEILSNTQFFQLSPQEIKAILGTPNQTPTEQFLSSHQALTNKQNMKSSNYFITNR
KNSNTQSSSRQNSLGQKFKSKYKESNQQQKEEVSLENVDSIVAQLGQYRQNNIIPQLQESALSKDKLLLSNLDNQLEFVK
STALKESMFNSVVINSNESDRQHQIYPFANDAENGSKTQFDNSINNGYITIINHQNLSPQNKPFIQNISDIKMDGSGLLY



FKNGPASVHDSCKIQAVVEKSLTRDIKKSQLQLENPFSEKRDNSQIRNSQISNSTLNKSRNRSPFKLNDFETSQYGKMKK
SSDLRQSNLEIKSARSHYTNADHYQDYASIKKSLTPTKKIQRQNGSEIIKTKDQINNHSYINQQNSDLSKTLPTRMSNNE
DTYNSISATATEQNSNHNLVKKNNNSIKNNSLKFIKSPNKSNVSNKSVSQQQQQQQTQSPHTQRKNAYKKKSEKLKILLQ
KLKQNEYIDQIELVSEDVNDQECEELGIELGKTKLQIDSIKLVKNKISDIGLQHILLGLEKSNQKIHTLNLTSNLCTENC
FDDILNYLSKNETLKNIYLLNNNIQIYKKKDKLKNIQLLCNIHI                                    
>Tthe_XP_001026041                                                              
MQENQYDQLLKDVERIKKCSLITKQEISKSIDSVLELLVEAKHQINEPMEIEDQEVRRRKIKDSINNLDEKLREKKPLKS
VIDSHKKYFQYLSKYGKNIEKIFKSDINNVFKDTLVSFEKECVNEAIAEHLLIEKKFELYENFLKETGLSHKIDKEKQNI
LKTIQKIFDEFQTNQLNEAIKWAQTKKEELEDLDSPLLFYLHRLQKGKMESIQYARKHFKDFFNQKKFADQAQQVMFYIL
LENGPVIQTSRGTALRQLLQNLQQFFKQKSKQISIIDISNNNRPYYQKCSSLVFNCRNTSKFFNFDKIITLALPKFLKYT
QISSMDEELKDYHNKNEYPIEVEIGKDFKYHSIFVCPISRDVIEPDQNPVWLTCGHVISEASMKKITASANKEKFKCPTC
PKEMTARETKKIYF                                                                  
>Tthe_XP_001016557                                                              
MDEYNTLPCGHVYHLKCLSQIAIQNCPNLDFENAYIECGFCQQLLTTSQIRKSVPTQFIQQREQYMLNQQAIKLEQEDRQ
LRQQQAMNKQFTCNICQDEKNINNEGRTLNCGCQFCEDCLREYALQKIKNGEFYENQIFCPNSCKKQGSFLDTFMIKDLL
KDENEVYYQKMIDFRAKDYERDPNFKLIKCPGYLLKSQNSKELSIMKQNQIDDFRMKKISIPSGFTIHECQNMWEYDQRD
NLKQTKCNICQYEFCLFGCEKTHQGFTCEQFKQWLIENSVVDQEFQKLVQRDKLFQCPKCQSYIQKNGGCNHMTCRRPGC
GKEFCCVCLADHPCGKH                                                               
>Tthe_XP_001016510                                                              
MENLKSLENVKFVNQAQVSKHLECPICSNFLHNPLRLTCGHTFCQSCFEGLKASIQHNQNLRCAICREGIDLRNISPDKI
AKNLLEEQIVYCLNRKNSCLWQGPLSQLSEHLDNCTFKEHDEISQNLINQFDEKVQQTAKNSDLNTVIQNQTFFDDKFQE
NYNKNVGGQLMARLLNKDKNLGLQIAKTLSLKEDSRQFGNNTKKSADEKQNANQSYDTEGFEEQQEEQKKNVDDLDINDL
DDVFQMFSDEKSDTKDIINSQITQNNENNEKKQNQKQKGRKKQKSNSGGDEEYLPQQERKRGNKKRKNVGDPLEELQLQQ
QLQLYELYGIDINDLD                                                                
>Pmar_XP_002785955                                                              
MSDSYYDSDLLCEYCSTNFDLQNHVPKVLGVCGHNLCAECIASLGETRGFGRLMCPFCRQPHRPGEISVNPVIVNLLRSA
AAGILGDDSSTINGVGGSAFTEGGYTNSDDSDDDCDARSDTFDEDASWSYKWYEERGKWWFCDYNKDRRWHYFGTWGGNW
KDLEEWKTESGQAQSTF                                                               
>Pmar_XP_002783218                                                              
MSDSYYDSDLVCEYCSTNFDLQNHIPKLLGVCGHNLCAECIASLEGARGFGRFMCPFCRQPHRPGEISVNPVIMNLLRSA
AAGVLGEGPSATNGVGGSTSTEGGCTNLTVTSDDDDDDGDTRSDTFDEHDSCNYKWYEERGRWWFCDYNKDRRWHYFGKW
LADDDGGEGWKDWAEWKSEICQSENNAF                                                    
>Pmar_XP_002772650                                                              
MSDSYYDSDLVCEYCSTNFDLQNHVPKLLGVCGHNLCAECIASLEGARGFGRFMCPFCRQPHRPGEISVNPVIMNLLRSA
AAGVLGEVPSATNGVGGSTSTEGGCTNLTVTSDEDDDDGDTRSDTFDEHDSCNYKWYEERGRWWFCDYNKDRRWHYFGKW
LADDDGGEGWKDWAEWKSEICQSENNAF                                                    
>Pmar_XP_002787539                                                              
MSDSYYDSDLLCEYCSTNFDLQNHVPKVLGVCGHNLCAECIASLGETRGFGRLMCPFCRQPHRPGEISVNPVIVNLLRSA
AAGILGDDSSTTNGVGGSAPTEGGYSNSDDGDDDCDARSDTFDEDASWNYKWYEERGKWWFCDYNKDRRWHYFGTWGGNW
KDLEEWKTESGQAQSTF                                                               
>Bnat_84952                                                                     
MASDSAPEALLEQMFKECQAVAATHQKTYTNGLLVVNGMINRLEKALGKATKRPLTLDKSEKLCDSLLDGKPHIKLAREF
KELYGSVQQLGRTIDRNLKRASDAFENQTEGVRGQVNSSSSTSSSSSSSSSTCKLQSAAGPSFSSKELARVIIHSLMRRG
KFETADLVARELKLDGSRIVPTATRKAFEHMHHCRLALEKKNIVPVLEWTQQQQELLEKDDSSTTTTTMTMSTACTSSSS
EKEGGGNDSRTHLMRSRIRDLKFQLLRLRYLQLVQEDIRNPTASSSSSSSSSSQQAQRNNTPAASHANGNGSSPSSSSIA
NSSSPLPSSTATSAMSSKLHVSNGSSNSSSSSSSSSSRCRRRNSSSFSKPIAFARRWFVEFARDRQRDIERLAGALLFAS
DIPNSPYRDLYSDEAWQNVMQHFESTFCRAHGFAGRDPLMVATLASDIALPKRAKYTAVVRRSSGTSLLDRKDDALPEIN
LGKKMQFHSTFVCPISKILYVACAMVDVVGVTLPYQKELATQSNPPVLLTCGHAISRDAMLKMTRTRRSNLIKCPTCPVE
SNVSNVTTMIF*                                                                    
>Bnat_85821                                                                     
MSRSVLHEHSLLRVPYESVHMVTRNTQKIVAKEITDVVSEVKKLSKTAKEGDKSSDLSELINATKSMKFIVKKLRGLKRK
MEDGQKTALKYVNRCKARIEHLKQVSKCARVRNLAESGKFSNGGRAKTDSSCSKSASSSDSVLLLAKDNKVTVKSLDAMI
VGHLMREGCMKSAAKITRDAKITDLVDSEVFQSAQKVIYGFRNRDCKPALSWCGANRSRLRRSRCINLETELRVQQFIEM
LKENKAKDALQHARKHFKSSLDSHLKTILHAMGAIAFLPISKGSLPKRYGYLFEEAKWSNLEQMFRSVLFKINGLSPQST
LSLRLQAGLEALKTPHCVDVKSEREMKVDVSAMAAAATMDSMSSLYSTTTRCNTDHLKVAAVQTALASGLRSSECPVCAK
GMYKLAENLSTSHRTQSCIVCRMCGEVMDENNPPLALPNGNVYSHKALTRNIKQNNGKILDPSTGEIFSFSDTKPVFIL*
>Bnat_91146                                                                     
MAGTIVQHGASSTALQLTTEVNSCTTTTDNDSSFGASRNRYNGEDLHGVELSVPLFDSATEQDAEQLTRLHTPVRDTAAL
SSSFPRLKDDGFAFMYSNTLSSILHKIIDESPSSYAHFGDYLSKVRVALTHAKADEVASINDLMAKMVAEELVDGVNGVE
ITCQWDSPDTKLLLLDTRETVYIRVHFDSNETLHRGSKFFDISAGTNHHNQRVAGAYQLWAPVTDSNGYPLVILAPKSLA
PKDIIMVQQTMLDSRPTYYIHINRPQQNWFWRSRMSAGDFAVMRSGTVHTIIKNPDENGNCEHRIVMQLNIECAEHALGA
KTFQPHSNLRDVKGRQSGKHAMNAKKSRRKNLVGSNEQACGLLGEGRCGSQSEFEEGNCQYREELMRKRNHYTKAGVGGD



YAVGGTYALSDSKEGGRRVKRVEDEWGSPGVKASCEGSVESNCPRISKKWKLGIPGSNLSGREIVTSTDRSRAIKRSRSW
TNRDFLERETGHGYRKRRRRENIPPLIVEERGNENSHDEKFAVMDYDYKAENYGEVEVVANSQEQGDKDEEKINDGKGNA
ATGEKEMADKTFLSIFECPVCKQLLHNPVTLKCGHSLCEDCMMQYLENGTGRCKCPADLLADASAICSVLPQGTEGRQLE
IVRREIRLMRLQNQQALREQVRASRGRGGGGGSNGAAAARRGARRDGLNPSSPFFQYTLPLTAKWMVIMMVFTVWSLVDT
NAVSYLKLDWNKVSEGEFWRLGTTFFSLGNRSNLLRSVFSLLRLYFLKPYEPTIGTKRYGKILVSGVIIMLMWSYMNQAT
AVKQQQQQQQQQDHELDDSDFLSHWLIWHMFVYYCLEKPLLFLVLLWLVQLEAIVQAPWQNLTMFLMMLSPRIPYIAITL
YKNLNNYMFNEEQRHEELFHIRTRVVLRG*                                                  
>Ehux_226079                                                                    
MSEIDLISSLLDKVAKKQRVDTVPQRLDEMLQILDSWEDSGADDDSRAAALASLGSKLEAVGVAQGESSTARELESSVRK
LGKAVCKAMPQPTLPDVPLDDGALVQVLYVHMLCAGRFDVALALEREAADAIAAPTLQLRAPLEALHAALSALRARDLSP
ALAWAADHRERLEALGSRLPFLLARLAFVSHLEKGETLAALALARERLLPLALGEGCRSPRGKIELSATVLRGAAAGECA
HGIAAVRSLMGSLAFAPALRGSRYEWLLEPSLAEEACEALTCEALAALGLPRGSALSSCVAAGEAVLPRLVKLSSLLGPK
FVDVWRSGGELPVELELPPTHRMHHSIFACPVSKEPTTPGNPPMLLPCGHVLALGSLTKLARGSRTVRFKCPYCPAEATT
AMAKVLHL*                                                                       
>Ehux_456142                                                                    
MSEIDLISSLLDKVAKKQRVDTVPQRLDEMLQILDSWEDSGADDVSRAAALASLGSKLEAVGVAQGESSRAHELESLVRK
LGKAVCKAMPQPTLPDVPLDDGALVQVLYVHMLCAGRFDVALALEQEAADAIAAPTLQLRAPLEALHAALSALRARDLSP
ALAWAADHRERLEALGSRLPFFLARLAFVSHLEKGETLAALALARERLLPLALGEGCRSPWGKLELSATVLRGAAAGECA
HGIAAVRSLMGSLAFAPALRGSPYEWLLEPSLAEEACEVLTCEALAALGLPAAPGSALSSCVAAGEAVLPRLVKLSSLLG
PKFLDVWRSGGELPVELELPPTHRMHHSIFACPVSKEPTTPGNPPMLLPCGHVLALGSLTKLARGSRTVRFKCPYCPAEA
TTAMAKVLHL*                                                                     
>Ehux_234457                                                                    
MSEIDLISSLLDKVAKKQRVDTVPQRLDEMLQILDSWEDSGTDDDSRAAALASLGSKLEAVGVAQGESSTARELESSVRK
LGKAVCKAMPQPTLPDVPLDDGALVQVLYVHMLCAGRFDVALALEREAADAIAAPTLQLRAPLEALHAALSALRARDLSP
ALAWAADHRERLEALGSRLPFLLARLAFVSHLEKGETLAALALARERLLPLALGEGCRSPRGKIELSATVLRGAAAGECA
HGIAAVRSLMGSLAFAPALRGSRYEWLLEPSLAEEACEALTCEALAALGLPRGSALSSCVAAGEAVLPRLVKLSSLLGPK
FVDVWRSGGELPVELELPPTHRMHHSIFACPVSKEPTTPGNPPMLLPCGHVLALGSLTKLARGSRTVRFKCPYCPAEATT
AMAKVLHL*                                                                       
>Gthe_111306                                                                    
MMLGRQELCGWRRTMPHDSHGNYVENALIKNALENMNRVAKNQQKLVTKELEMIASVLADLKKGKPSKDVAGTELSRLVG
RIQVLKRKLEDVDKEEDTKLEHMEARLHLLRENQEHVDDTRCAIKENKRLDRFLADHLARFGMLETASMIIKEENLERFV
DLDMYKEAAPILAALLEGDCSPGELTDDDCERLLSPIISHDLSHKMSNLEFQLRLQAFVELVRKEAVQEAVQYARKHLGP
SCKENFVTIKKYMAILAFQRDTDVMSCWDLSSLLMITLQAGLTCLKTTRCVEDPEPNSGCPVCHPVLAQIAQDLPIAHHM
HSTLVCSISGAIMNEHNPPMALPNGNVYSTQALMDMAASNMGQVTCPKSGDTYDFSDLRKVYIS*               
>Gthe_80786                                                                     
MQCETKEGGEKRAEAEEVAQVLETLEGELSLELWTEKLEADYKGLNIQLNKVGKSVDKTMPPDLERACRPIQHSESQVNQ
VIFDHLVRSGRLEIARCFAKEAGIPFKEEDVQPYVEIYCISRDIGQQELDSACKFASVHAGRLEEVDSALPFHLAKMKFL
QLLQRGCEEEAVAHARKKFPSFYERHRKEILPLFGCLAFQRRAGASPYKSLFDPQLWVQLSQLFKKEGSRALGLSCDTPL
IVCVHAGIAALPKLYKFATVMTEKLGELSSGTTLPIEVKLHRDFQYHSVFMCPASHDNPPTLLQCGHVLCELSLKKLTRS
AGRLKCPYCPREVSLSGSVRLTF*                                                        
>Ngru_XP_002676279                                                              
MSSSLSHSTSKELESEHDLLQVPFEMLNFEFRSSQKSVEKDLSILEKAMKEMLQKASKQNLSIQDQTNFLDKVVTKLRGV
KRKLEETNIEETQLLNTCKDRIDHLNEYPLIDGAISRRKSTSNIDDNQYRTLSNWRRVRVSRVLVDYLLRFGHYETALAL
ADSEKIKHLVNTQVFIQIRGIIEGLKNNDCGPALKWCSENRSRLRKISSNIEFDLRVQEFIELSKQDKKMEAVIHARKYL
TNPIVDKGNSSAATTTNEDDNSCKITPEQTNTVKKIMAALAFGPKTLMAGYKELYDDKRWDELVEEFNKENYKLYGMTEE
ATLFKLLKAGLSALKTPYSYDENSINVNDPLSHPLFKELAKDLPFAHHHHSKLVCSICGDIMDHLNPPLVFPNGNVYSQK
GVAENMAKNNGTFVDPRDGKSFQEEDGKKLFIM                                               
>Ngru_XP_002675791                                                              
MQTDSDLVENYERASKKQKTTINILTSEIDNLIEYVESCKNQIQNEGKSIKDIGKDVITHIKNTHTKFQQAHKEFHSQLS
KFGKTINEKFPPDQEKIIQDKVKLSEDIINQIIAEHFFREGNTDVGELFEKEAGVTVSNDFKEQFRELNAISQSLKRKEI
SRALEWCNCHIEKARNHDKVDEKEFRDLRMLAFQLHKLQYVELLVQNDSKKAIQYARDNLQSFSDQNIEEIKYLMGSILY
SGRDKLLKSERYRPLLDESLWTEVLRLFKKIGCRRINQAMESPLYVSITAGYQAVPTLIKLASVTQGMDLRTSSEQLAIE
IDLDDEFQYHSIFSCPVTKEQTTPENPPLLLPCNHVLAESSVKKILSTTRSAPKFKCPYCPSVSELVHCKVVHF      
>Ngru_XP_002670951                                                              
MLTEEHDDLLCPISRELLEDPIVVPCCGRAFSRQSLANYFSTIEYRTCPCCRGNLDEFDVESAPKNVNLASLIDQVLNPN
NSNQKVEQVEEKSLFRIEVEHLIDLDDHDIGVAELTIHVNDPSLNPKPTLFIALADVSGSMQGRPWEQVCTSLKHFAQQS
FNNPAIICRMVAYESSAKEIDMKGTLQSIIRNIETAFTGGGTDFASAFQLACTIITRESGQDRENLPFGNVVITFLTDGE
DFSKVGKPGGLQYLSEEINRVYRGDITIHTVGFGSHHNLELLDNIRKVGTIEGAYRYANYDDNNDVICGKLTSIFDSVSS
SSTVSADIVLPEGMKMLSASGSNPSVDSNIYRINVPVNSSGKGLITRYVSCEPESEKSLRTELRMTGKEPLVLEVKQTRC
PQRLRLKSLQRLASHHVDQLASQTLQLSNIDRKQYGEELFVFHCELLLRSCKAFNGVESYLNDKIMVISAEITKLKNGEG
VNKNVLNDLKFSSMFAPKKEAEQTENKSKKTRTRNIQPPKFKSLTSGGSGGTSKYNMTKVHYTHGKKEFTDLHTAVVQLK
NSELEDHINQKCLNLLDSTDRDGNTALHLACMKGNLVAVKLLVKLGASLTIINSSGLSALDLAILFGFDRTVTFLLDNGA



KIASHNDYLMNYIFDRHFFRTASILLERKICHISNEVRNFVDGTCYKWIEDRETCAASEEMLDLAIKKNNLELFEKCIKS
GFKPFEYHLYLAMDYGSLPIFKALAKTIDVNKYGLLENKFIEVLKNNSHLAGYLDPREITNVRGLVAGCALIEAVVYGNL
NAAKAFIELGADASIQDQCGMNSRDWAEIVGGMMKTNIPGTPNPELINKLNSILGKDKQLITMVGKPPSAGNVTVNLPSI
NDLDEPVTQELIIEPMKLADHPNWIGGKNVFLKEMFNVKRQVIGKIASGSNLSPRTWAILYLIAGETSARQIFNEHPQSI
QMGDVPKFDGECFIVEQKVDKKVDRSKFVPGSTVGWNKFQVAGLNWNIPKQGTLFLIKSKSGVRVGQKIVFDTKTKFKVT
NWYKADATCIAQKNIRESCFKLEDIEKFKPTDSPIIIELEEQ                                      
>Tvag_XP_001580966                                                              
MSYNNKKKLEAIQAKNKAKEMLFLMQERARQAASQFLPESLENDPTKDLPDSVLCPICCEIMDLPERMPITLFPCGHTIC
KSCFEKNKENYSNKCCECRALITSQAVNQPLWDIIRKKAYLKEKSNSSDSKFTDEKASNITLLNIFQPLLEKAIQKTKAA
KEELDIIQEEYDSANDEYNLYLEQITELTKSIEQSNSELKVLIDDESLQKSKLAELIPQYEELKLLAGVIE         
>Tvag_XP_001320550                                                              
MNLSLKQKIWLEKAMQEHNQEESTQLKQLVKEDQTAEISSVLVCKKCHQDMTDDDHKPMSLAPCGHTLCKNCLEKLESKR
CPFCNAKIEATAINFSLKKISENIEDENVIPDFKQKLDEVTEKIAAIFERLDENKKNQNETQEKIRINSIVLNKLKEDFE
EIKLKRQILGDKLEEARKKVEKATQEEEDLTIIVEEKKKAAEIENLENIIKSNN                          
>Tcru_XP_812099                                                                 
MNPATQDTIETFRQLQKLSRELQPVKAALETLVKREQANPNPTAAAGSLDKIALRVLNVSRKYSVFFDRASFLLECELPR
LQRMTPLLEIKEEHESSLRPNGHKKDDDTTNDAFRYVCSPKVPHILNRENYYIIRGMLRLRMEMVDYLIATERYQLARHV
ADAYGLPLFWFPTLMSLALPPLPPIQGGSMSGNKNNSNNSNNSFENQGRKSDSLPTSNFLTAYFTVSHPEEQGQPSTTVA
PEHIAIQCIEARHSVTEAIAYCEERLLPAVERIDDKRQKKVLEMLYDLLVELHATRLLQIFRDGQTADHVVFQYIATHLL
PHATRRPAFVQAIINAVTPQNVSYNSSAITAEKSFTSGGDERCSASPKARSVLTKKNEESVRLVVCMMSVEGYHKLAVSF
HKVAILLGSQLLSVSEALGRIHGKQKESDEMTNGWTHTLPDLVTRVVATSIFLKDEYFDRMVMERLASASLINQPIPESH
LNTQSGSVAFDQSMMTLVEETLSSASILGSKNEEVSTMPLTAAELLEAEDRWSNDVLFIRRSTRFYCYLTKECLDGGTGG
NYPIALPNGTVLSKLAVMQCCMKKTSEGDRSQNIVVCPRTKEEFSSSSLRRIFVT                         
>Tcru_XP_809387                                                                 
MNPATQDTIETFRQLQKLSRELQPVKAALETLVKREQANPNPTAAAGSLDKIALRVLNVSRKYSVFFDRASFLLECELPR
LQRMTPLLEIKEEHESSLRPNGHKKDDDATNDAFRYVCSPKVPHILNRENYYIIRGMLRLRMEMVDYLIATERYQLARHV
ADAYGLPLFWFPTLMSLALPPLPPIQGGSMSGNKNNSNNSNNSFENQGRKSDSLPTSNFLTADFTVSHPEERGQPSTTVA
PEHIAIQCIEARHSVTEAIAYCEERLLPAVERIDDKRQKKILEMLYDLLVELHATRLLQIFRDGQTADHVVFQYIATHLL
PHATRRPAFVQAIINAVTPQNVSYNSSAITAETSFTSGGDERCSASPKARSVLTKKNEESVRLVVCMMSVEGYHKLAVSF
HKVAILLGSQLLSVSEALGRIHGKQKESDEMTNGWKHTLPDLVTRVVATSIFLKDEYFDRMVMERLASASLLNQPIPESH
LNTQSGSFAFDQSMMTLVEETLSSTSILGSKNEEVSTMPLTAAELLEAEDRWSNDVLFIRRSTRFYCYLTKECLDGGTGG
NYPIALPNGTVLSKLAVMQCCMKKTSEGDRSQNIVVCPRTKEEFSSSSLRRIFVT                         
                                                                                
                                                                                
*******zf-rbx1***********                                                       
>Hsap_ENSP00000216225                                                           
MAAAMDVDTPSGTNSGAGKKRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAWGVCNHAFH
FHCISRWLKTRQVCPLDNREWEFQKYGH                                                    
>Hsap_ENSP00000273480                                                           
MADVEDGEETCALASHSGSSGSKSGGDKMFSLKKWNAVAMWSWDVECDTCAICRVQVMDACLRCQAENKQEDCVVVWGEC
NHSFHNCCMSLWVKQNNRCPLCQQDWVVQRIGK                                               
>Cint_ENSCINP00000002660                                                        
MADDASDNAHEKPTQLFTLKKWNAVAVWNWDVECDTCAICRVQVMDACLRCQADNKQDECVVVWGECNHSFHNCCMALWV
EQNNRCPLCQKAWVIQGTGK                                                            
>Cint_ENSCINP00000004760                                                        
GYSTTIIMRSLILTGSSFALTTAVVVNAFIQKKQFFPAVVYLTTKSSPCIAILYLQAFVLVLLFGKLMRKVFFGQLRPAE
TEHLIERSWYAVTDTCLAFTMFRDDFSPIFVASFTLLLFLKCFHWLLEDRVDYMERTTVVFTVFLKYILHSIDLMSDNPW
ENKAVYMLHIELVTGFVRVVLYICFTIIMVKVHTFPLFSVRPMYLTMRQFKKALSDIVLSRRAIRNMNTLYPDATAEDLA
TTDSTCIICREEMHAANPEDQPPGSPPPVANKKLPCSHIFHASCLRSWFQRQQTCPTCRLDVLQTQQRAPTPPAPPNPPQ
MGGPPAGPGFAPPFLRQMFPPPQAMWGGAPPPPIPPQPTGANPQAPPTQPSTSNQAPGAPLYMPPNPMFMPPMMPPPPPP
PFNLTGMSDDQVRIMEGQERRAVEARIECLRNIKLLLDAAMMQMSQYTTVMQSQGDSFVIPPMPDLTENTPPVNQETTEA
EPTHEDTDALSNGEIVEEVEIPTNNDDDEDFDSNPADATELRRRRLAKLESKTSE                         
>Skow_XP_002737179                                                              
MAELRETGGDGVVEVGAKSTEQKAEKMFNLKKWNAVAMWSWDVECDTCAICRVQVMDACLRCQAENKQEDCVVVWGECNH
SFHNCCMSLWVKQNNRCPLCQQEWMVQRIGK                                                 
>Dmel_FBpp0072446                                                               
MAEEIEVEETEDFHDMDFNDEEPSCSGGAVQARTERFVVKKWVAHAMWGWDVAVDNCAICRNHIMNLCIECQADPNANQD
ECTVAWGECNHAFHYHCIARWLKTRLVCPLDNKEWVYQKYGR                                      
>Dmel_FBpp0087189                                                               
MADDPENSVDRPTDDGDAGKPEKMFTLKKWNAVAMWSWDVECDICAICRVQVMDSCLRCQADNKRDVMGRQDCVVVWGEC
NHSFHHCCMSLWVKQNNRCPLCQQEWSIQRMGK                                               
>Dmel_FBpp0271692                                                               



EVDEDGYEVPSSSSKGDKKRFEVKKVSGQQKSRVIVNECTDGNTSSFPLRRKQWNAVALWAWDIVVDNCAICRNHIMDLC
IECQANQASATSEECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNREWDFQKYGH                         
>Cele_R10A10_2                                                                  
MNNSSNADSQEGSTSAQKQKTANPSESRPFVLKKWNALAVWAWDVECDTCAICRVHLMEECLRCQSEPSAECYVVWGDCN
HSFHHCCMTQWIRQNNRCPLCQKDWVVSRTSK                                                
>Cele_ZK287_5_1                                                                 
MAQASDSTAMEVEEATNQTVKKRFEVKKWSAVALWAWDIQVDNCAICRNHIMDLCIECQANQAAGLKDECTVAWGNCNHA
FHFHCISRWLKTRQVCPLDNREWEFQKYGH                                                  
>Ctel_19740                                                                     
MASAMEVDDELPSASSASKKRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAWGVCNHAFH
FHCISRWLKTRQVCPLDNREWEFQKYGH*                                                   
>Ctel_216287                                                                    
MFSLKKWNAVAMWSWDVVCDTCAICRVQVMDACLRCQSENKQEECVVVWGDCNHSFHNCCMSLWVKQNNRCPLCQQEWVV
QRIGK*                                                                          
>Ctel_117898                                                                    
MGLSNFHLLFPDACLRCQSENKQEECVVVWGDCNHSFHNCCMSLWVKQNNRCPLCQQEWVVQRIGK*             
>Lgig_206883                                                                    
MAASMEIDENDDLGETPSVSGEKGSKKRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAWG
VCNHAFHFHCITRWLKTRQVCPLDNREWEFQKYGH*                                            
>Lgig_231871                                                                    
MATTEEMDIDKEVEKDSNNKPDKMFTLKKWNLVAMWSWDVECDTCAICRVQVMDACLRCQSENKQDDCVVVWGECNHSFH
NCCMSLWVKQNNRCPLCQQEWVVQRIGK*                                                   
>Nvec_XP_001638117                                                              
MEDLTTPKDKESQKMFSLKKWNAIAMWSWDVECDTCAICRVQVMDACLRCQSDNKQEECVVVWGECNHSFHNCCMSLWVV
QNNRCPLCQQEWVVQRIGR                                                             
>Nvec_XP_001629958                                                              
MADEDRMDVDDTAQPSTSAGPAKKRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAWGVCN
HAFHFHCISRWLKTRQVCPLDNREWEFQKYGR                                                
>Nvec_XP_001621493                                                              
MDVDDTAQPSTSAGPAKKRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCKFFMVGSLCADLTKCLIAWQVVYHAFHFH
CISRWLKTSQVCPLYNF                                                               
>Adig_1071v119169                                                               
MAAETSGEVLDVNMEENTPSKDQTGQKMFTLKKWNAVAMWSWDVECDTCAICRVQVMDACLRCQSDNKQEECVVVWGDCN
HSFHNCCMSLWVVQNNRCPLCQQEWVVQKVGR*                                               
>Adig_16195v112592                                                              
MAEPEGMEVDSTSVASTSSGAVKKRFEVKKWNAVALWAWGIECQANQASATSEECTVAWGVCNHAFHFHCISRWLKTRQV
CPLDNREWEFQKYGR*                                                                
>Hmag_XP_002164267                                                              
MADTDVEMLEQSSSSTSVKDKKRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEDCTVAWGVCNHA
FHFHCISRWLKTRQVCPLDNREWELQKYGR                                                  
>Tadh_XP_002115565                                                              
MEKSSTSKSSKPAPKEESLFTIKKWNAVALWSWDVTCDTCAICKLLLVDACMKCQNEIKTEDCVVVWGECNHSFHRCCIA
SWLNKSNRCPLCQREWIVQRIGR                                                         
>Tadh_XP_002113018                                                              
MASNDVVSIKSEKKRFEVKKWNAVALWSWDIVVDNCAICRNHIMDLCIECQANQASATSDECTVAWGVCNHAFHFHCISR
WLKTRQVCPLDNSDWEFQK                                                             
>Mlei_ML003016a                                                                 
MEVDEEPSSSTAPVKSDKKRFDVKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASHTSDECTVAWGVCNHAFHF
HCISRWLKTRQVCPLDNREWEFQKYGR                                                     
>Mlei_ML353017a                                                                 
MEIDDTPSSSSAPLKSDKKRFEVKKWNAVALWAWDILVDNCAICRNHIMDLCIECQANQACHTSDECTAAWGVCNHAFHF
HCISRWLKTRQVCPLDNRDWEFQKYGR                                                     
>Aque_XP_003388276                                                              
MAEGMDVDPAPAVVRDKKRFEVKKWSAVALWSWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAWGVCNHAFHFH
CISRWLKTRQVCPLDNREWEFHKYGR                                                      
>Aque_XP_003382651                                                              
MADGQSLEEPPKVKKAKGKTPTGPLFTLKKWNAVAMWSWDVECDTCAICRVQVMDACLRCQSDKKQEECIVVWGECNHSF
HNCCMQLWIKQNNRCPLCQQEWTVQRFGS                                                   
>Mbre_XP_001744648                                                              
MSEAMETTPEQEPVTEQQTSAAAEEETSASAEGPKERFVVKKWNAVALWHWDIVVDNCAICRNHIMDLCIECQANQASVT
SEECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNRDWEFQKYGR                                    
>Sros_PTSG_04800                                                                



MSDPKPTEQQQPAPAPAEEQPAAAEGKKMETTPDEKPRFEVKKWNAVALWGWDMVVDNCAICRNHIMDPCIECQANQAST
TSDDCTAAWGVCNHAFHFHCISRWLKTRHVCPLDNTEWEFQKYGR*                                  
>Cowc_CAOG_04868                                                                
MADMDVDDAPEVEKDEDKGKPRKRFEVKKWNAVALWAWDIAVENCAICRNHIMDLCIECQANQASATSEECTVAWGVCNH
AFHFHCISRWLKTRQVCPLDNREWEFQKYGR*                                                
>Mvib_comp11251_c0_seq2_fr4                                                     
RSLVSDPFSMVHSERQAQFRKEHAGHEGMHAEMVLIIFACLFVGQVLLVLWKQKHYRSFQLVSLVGMCTVPIYFCLQLGY
IRMLVMYTLFMCASALVIFTASRPKMDRQTPRRVYRWFHIVNKTTYATAVAGYIFVLWDFLGFGVIFNHAFANYGTVALF
YGLYFGLLNRDFAEISTRKMASTIGYSTDGGLPKKKFDPTVCCICTKELNDDTTNNSNSSGGVSDQERVFKLNCGHSFHE
WCIRGWCIVGKKQICPYCTEKVDLARMFANPWEKQDVFYANLLDGIRYLVVWLPVIVFGAQGIIWMLDLK*IQSATGVPA
CYCVWCARYHL                                                                     
>Mvib_comp7972_c0_seq1_fr5                                                      
LFFYRTTMSEPMDVDQASSAAGPAVPAPDKGKGKKELKNFEVKKWNAVALWSWDIIVDSCAVCRNHIMDLCIECQANQAS
ATSEECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGR*QGWRLSCSALYKTYYTSFSFIIMTVLKKKKK  
>Mvib_comp12973_c0_seq1_fr5                                                     
PGGSKKRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAWGVCNHAFHFHCISRWLKTRQVC
PLDNRDWEFQKYGR*TLQSPTSPNGMYGQSAAGSQPANKRSSRVCR                                  
>Mvib_comp11251_c0_seq1_fr6                                                     
FFLLLLFSILSRARSSDNFKPMAEVEVAMTTVAAAAATAGGDTLRKGHNNLQHIDPVFGHESPEMRRRQEAIERQAQFRK
EHAGHEGMHAEMVLIIFACLFVGQVLLVLWKQKHYRSFQLVSLVGMCTVPIYFCLQLGYIRMLVMYTLFMCASALVIFTA
SRPKMDRQTPRRVYRWFHIVNKTTYATAVAGYIFVLWDFLGFGVIFNHAFANYGTVALFYGLYFGLLNRDFAEISTRKMA
STIGYSTDGGLPKKKFDPTVCCICTKELNDDTTNNSNSSGGVSDQERVFKLNCGHSFHEWCIRGWCIVGKKQICPYCTEK
VDLARMFANPWEKQDVFYANLLDGIRYLVVWLPVIVFGAQGIIWMLDLK*IQSATGVPACYCVWCARYHL          
>Contig29095_Abeoforma_whisleri_fr6                                             
LLIADSYKPRKYKMEIDGPVATPSSSDGTVVAKEEKKRFEIKKWNAVALWGWDIDVEFCAICRNHTMELCIECQANQGST
TAQECVIAWGVCNHAFHFHCISKWLKTREVCPLDNQEWEFQRYGK*IVFLLLSNN                         
>Contig59608_Pirum_gemmata_fr2                                                  
N*LNIFYFTLLFFILFYLLKNLLVLQIKLNFTSMSMEVDTKIAVPEASSSVASTETEKKRFEIKKWNAVALWGWDIAVDN
CAICRNHTMELCIECQANQASSTIQECVIAWGVCNHAFHFHCISRWLKTREVCPLDNQEWEFQRYGR*CKGCR*CHNNNN
IFRP*FIFW**YYFTRK*CEYWDYRFSKYGNIILAILLYIEVMRVVMTNNIILNMVIITMTVIRICL             
>Apar_comp21027_c1_seq1_fr5                                                     
KNETQKRNASACNRKRRVCG*YQIDGGK*WLARECRGSIT*VGG*RSKQTGVPIVMGDAGAEVCTACGRLVPPSNRDLHV
LRCSKDRLQARVDQTVKKDTQVKEEVEERVKREQGIEEDREGYRLQGRFDQTVKKEARVKEEVEERVKHEPGIEEDMEGY
SNLFQQGQFQKEENEGEEEDIADDKKPKEEEDQDEEGEVETETGNIEDDPKGKRPAEEEGEGFGGDETEDCPICYDELPP
CGNPTTGDENELEEHRLIGQTGCTHKFHLPCIKTWASLPTGRTCPMCRRILSEIIVTLPDGTYLWRLQAKELKHAQGVEG
GVLVDGMYEVTDSDDDDDDD                                                            
>Apar_comp16775_c0_seq1_fr6                                                     
TQSEKKRAKVSSFFY*PFSLTPS*RPICAQPLTMADNEMEVDDNVANDTADVGPGGSKKRFEVKKWNAVALWAWDIVVDN
CAICRNHIMDLCIECQANQASATSEECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNRDWEFQKYGR*TLQSPTSPNGMY
GQSAAGSQPANKRSSRVCLLLADVWPMN                                                    
>Contig2175_Corallo_2_fr3                                                       
RFLKLPITFNSVVDIKQQFKMADMEVDNNATAPPAEQPAAETSEKKRFEVKKWNAVALWAWDIVVDNCAICRNHIMDHCI
ECQANQASQTSEECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNREWEFQKYGR*TNRIHQKILSSYPFVKSFSIKPRTF
WFRVTYRM**IDLQTLIILASIC                                                         
>Spom_NP_596376_1                                                               
MKFILYVLASLVLFGLSVLLSLYSSANVYSATVMISQSPVHITIGLNVCLCLFFAIANALKTLLFGSLQTFELELLYEQF
WITLTEIMLAITVFREAISISFFMLLSTLMFARVFHSICSFRTERLQIQLTDQRFHIFSRLTCAYFVLSILDASLIYLCF
TSEHLGDKSTRMLFVCEFSVLLLNLTIEASKLCIYLYEARHLDQVWDEKSTYLFRLEVCRDGLRLLAYSLLFMYQFPYVS
VPIYSIRQMYTCFYSLFRRIREHARFRQATRDMNAMYPTATEEQLTNSDRTCTICREEMFHPDHPPENTDEMEPLPRGLD
MTPKRLPCGHILHFHCLRNWLERQQTCPICRRSVIGNQSSPTGIPASPNVRATQIATQVPNPQNTPTTTAVPGITNSSNQ
GDPQASTFNGVPNANSSGFAAHTQDLSSVIPRRIALRDGWTMLPIPGTRRIPTYSQSTSTTNPSATPTTGDPSNSTYGGP
QTFPNSGNNPNFNRGIAGIVPPGWRLVSSNTQSLSTNSAMTSLYQNASSADNNLGSSLPNVVPLSRGLTQSNETSNTFPA
ASSNISSQLRELHTKIDELRETVSNFRADYNSIRTSLNQLEAASGINERIQTTSADSLLNSNGMSGTEGFENTQTSITTN
DNQSSILTSSDQTSPFATDEDRQNSRNVQLETVDENF                                           
>Spom_NP_588450_1                                                               
MNAEEDPKPADSDSSEECIICLSNLPNCPLDQWDSSSVPASISSTLDGLRIAKIPCGHYFHNHCLESWCRVANTCPLCRT
EFLKVDVLEFVKGPWYRAYPVEEKTQSVANAGEPFEDEGSETCRCVICGRSDHAEVLLLCDGCDDAYHTYCLNMDAVPIE
EFYCPNCVLLNYQENETLSSRISLSRRGQTRRRRVGAAARASRVSQQQQRAWTRAWNAIRNRAWDALNSDLSYYGMQQER
LPARDVSSELLRRRIESARLRSNQLNEPVEQPRVVQTPVTNASEQQAWNDFDEILHANSSVHSVATEATISNPRPSSGRF
QQTPIEEHHQQDTRFVNDPNSTSHDRRQKRPTRRHIPCSNKSSGSSTVLGNNSSSKSENSFLASLISNINQPSTSRIDTS
FMLSLQHEIKNSHSEASDGTSDVHLTPLFSNLSPRPSHVPLSPREISNDNLDDHLIELSEPGEIVDNHLVNDTSMHQRRT
SGRHDLVHSSKKVSYETKYRIERLVNAALKPYYREAKISKDQFALFNKNICRSVYTALSDGTLSLEGPQQHKISKTIREK



VVNCIQSLSND                                                                     
>Tmel_XP_002838642                                                              
MRLAVYGATSAVLGAGVILSAFNHRANFYSACVHLGQSNACLMVLTNLLLLLSILFGHGLQLVFYGPLRAPEIERLYEKA
WYAVTETCLAMTIFRDEFDVRFIVMFGVLLFIKCFSWIGGGRVEFMETQPPANPTLFHIRLSSSLILLLSACGAMLWHSV
LSVLERGRPNMMVMFAFEFAILLITSLGIAGRYVLNVDEEEIDVGGWEEKGTWVFYLELTTDLLKLATYLCFFAIVLTWY
GLPLHIIRDVYLTLRSFITRIRDFIRYRRATAHMNSRYPDASSEEVEREGVCIICREEMRAWMAGAENEGGRAAGTQDQR
SRPKRLPCGHVLHFSCLRSWLERQQRCPTCRRPVLDEPTPNGPGGNNAANAAPPGPPGINFQAGGDGLGFRAEIAFGVGG
PGLVQNLMDGMNAPPVPQANRNVHRPQEPNGDIARAMLGATGNMRADIDHHIARTRQLLDRELAMIDITQRQLRQLQELQ
IHAQAAAGGAQAALDATARPVDPAIPSQPEARAQNTPNPSANIGAHGDRLSTTSNQSAVNSTLPMASPPVHSDIQSNPTT
LSGNPLLPSGMTVPPGWTVVPLAVPGADPPPSMPNTTTNGGGVPLLRRREQRTYQEWMRAYHARMTPLAESTEREGELRP
VRPPISRAMPTPSDLIIPPNNAPSTFSVPTIPDDISARLTRTQIANLRPRVRESVAVISHFVQYHVDADRLGLALEILYG
LPEQFRQDILDGWPDREMAHVLSAGGETLPPPASGRFNLAAYHVSVLAMQFSFESRILLLLGIPKTPFRDCLVRYFQDPQ
INSELEKLDIAISDLDRPLPNVSSLLESISDWTEIPSLSGSSDKDATEKAEKETRDIANKRIQVLNDISRAMRTAANRLE
QAHRPSSAHIVGRFNPNNELSLFGQRSIFDSSAQSHVLDSFEKDIIAEEQLWLEKQHAVEGLLSTIGESSNVGLEKGKGR
ATVEDGEE                                                                        
>Tmel_XP_002836209                                                              
MADVDMKDAKVISKGESSEPTKKPRFEVKKWNAVALWSWDIVVENCAICRNHIMDLCIECQANQASAVSEECTVAWGICN
HAFHFHCISRWLKTRQVCPLDNRDWEFQKYGK                                                
>Scer_SCRT_01273                                                                
MSNEVDRMDVDEDESQNIAQSSNQSAPVETKKKRFEIKKWTAVAFWSWDIAVDNCAICRNHIMEPCIECQPKAMTDTDNE
CVAAWGVCNHAFHLHCINKWIKTRDACPLDNQPWQLARCGR*                                      
>Cneo_XP_572550                                                                 
MARRFVLYGVASTVFAFGVVSTALRTRANFYAAAVSIGKSSGSMMILGNFTLFNAILLGIGVKNLFFGQLRTIEYEHLWE
KLWMFLTESLLALAIFRDDFSISFMAMFSVLVFLKCFHWITADRVDYMDQIPPPGPPRQFHIRMVSIISLLMLLDFLFVS
YSLETILLEGVSAMIIFASEFIILQATIAGSAARYAVGVIDLRRARGREDAPVWEAKSTYLFYIDLSVDFVKLLTYLMFF
TVIFLNYGLPLHILRDVYLTFMSFMGRIRDLMRYRRATRDMDNLYPDATEEELERSGDRTCIICREEMISRNQREREGMQ
VNEGGPNETPKKLQCGHVFHFHCLRSWLERQQKCPTCRRDVLTRQRPPGLVYNPPMPQEPLRPAPAARPGDHGRDAQLVE
LMRQNLNEYFPNDNNNRRDGAARISTTQGTNSRAGESSGSQEGTEQRIQRGIWGGPIVPGRFTPAPLGAAPRISSPSTPF
TLHRSGQATPTRTVPQIFANQQEDNDNLPSNPRIPQDSPSYYNNSRVVSGNVTPFSSNPPFSFSNTGAARATREEAGQDD
NDVRRQVADAALRRLGGMTGSGESLPSVREDKGKEREHMQEENELDRWDAVPRVHAQLAPKQFHALDHDHLSRSNKRPKL
DSSAAYTPPFENWTQRIERTSDGTRRGLDERLKLLGQVDERIWGLVGELTRLRSEWEAEDGAVSGTSSRSRSSPGEGAAA
PIAASSVSDPPRGDDSGVEQ                                                            
>Cneo_XP_568891                                                                 
MEVDQIANPGKSAAENDKKPRFEVKKWNAVALWAWDIAVDNCAICKSHIMDLCMDCQANQGAESENGCTVAWGICNHAFH
FHCISRWLKTRQADSGNFRSTVANVDLYCSIFVLLCTMYDTLKAPRDLVFDARYAVWFSFTQ                  
>Ccin_CC1G_07385                                                                
MPGNDVLRQRLHAAARVLNSHRLSFYALASLTAVGAVVVNALKNYSNFYSVAIYLSKSSRSVLALANFCFLIALLCGHLV
QRIFFGPLRPIEIERLYDRLWFFITESLLAFTIFRDEFDVSFGFMFGFLLFVKSFHWLASDRIEWMDQRPYPGPPLLFHC
RMVALFIVLWVTDIIMFMFTIEHTLNVGVGGMVLFASEYGILISSIMNTICKYLLTSYELRRAGQRGGENAPPWENKSMW
TFYIELATDFMKLSVYLVFFTVIITFYGLPLNIVRDVYITARSFITRLRALHRYQTATRNMDQRYPNADEQELAAMSDRT
CIICREEMVFQENQPQATPNDREGPNMTPKKLPCGHIFHFYCLRSWLERQQSCPTCRRTVLDDNPPTNPQVANNNPPAPA
PGAIPQLNQQGNNPLGNPLGFVNRFFGPPNLPQNNNQNPQNQAPGDQTARPNGAAPAREIMVQYDVEYQGRRAGANHPGQ
VPTNLNPVPQYRGHRGPDGGWQAWPEPGQLNPTVNGAVNAAPAQSTPTTQPQNGGISTDSDNSDSDSESDTGSTPLETLS
PREAARQAALRRFGGPSTVPQPTPTPTTTAIESTSQPVRQRSSPTPSSSASTTQTFNHGAPPLIPMYDIEFSANSRRLPA
LNWNLSTPTAFGAYPQTAGLFDQVPAGGQTTPLSTSRSLSSIPSHLSDEQLETLDQLTREAIDERLRVLEGVSNTVYRCI
DDLMRMRSALPSSLPSTPNAGPSHPSSVSRKEEKRPEVPTNFSGTSEDDSSGDTGATSTEPL*                 
>Ccin_CC1G_08674                                                                
MADSMDVDTPAPAAGGSAVPKKKEGKEGGKPRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCIDCQANQVSATSEECN
AAWGICNHAFHFHCISRWLKTRNVCPLDNREWELQKYGR*                                        
>Umay_XP_761891                                                                 
MAAENAPMELDSPSTKQPRFQVKKWNAVCLWSWDIQVEDRLLLVVQCQTDAIGCWDVAVDLALDRLPHQCAICRNHIMDL
CIECQANQGSATTEECTVAWGQCNHAFHFHCISRWLKTRQVCPLDNRDWELQNFNSLAPFILTRLALILLAPAHSNRYGR
>Umay_XP_756689                                                                 
MPPNTFISWATRPRIYAYSIISTLAAISTVAIAFTERSNFYAAVVFLGRSNGCLLVLLNFLFVVALISGRILQLIYFGPL
RRSEVELVCERSWYSLVGTLLAVSIFRDDFSVSFVILFGLLLFLKIFHWLSAERVASIMQSPSVPRIFHARMVSILITLL
LADLLLVGFSLQMLIVKKIKIGMMVLFTSEFIILTALLCNTIAQYILNCIDMASEEPWEAKSLYVLYVDLAHDVVRLCTH
AYFFVLLTRMYGIPLSLIHDLYSTGRSCTIKVTALIRYRQAVKKMETKYPNASAADLRATDGTCIICREDMVAIGDDADS
SAVGDGSATPSTPPATAAGTTPTVTNVTPKKLACGHIFHFRCLRSWLERQQSCPTCRRMILDDQTEPPAPPQQQQQAPPT
QPAPQHPQHPQHAAVAADGSGNNNAASQPASGLERDVSSPEEQAFDTRLQGFLHRLQSDLRKVRKEGNGSARQSSSSRQR
RTTSRSGYAAPRVFAGGSTGFGFGANDSSGYAGGNASLGCEVMGEMGGGLWMPPPPSTLYGSSRRGGSERNGEHTTAPLG
DVQRKGKGKERAEPVRTEQDTEQDADAQDTDDATVEPIDPRQAIRQATLRRYGATAPRTGSIQASASTSHTGIGSADKGG
SDQAAISLIPLFDPDAIPEFHSTHAVSLPHALAAPRPWLPTNTPPQRTSLDPVALESQISHLSTLQSRIDALILDLTHLL



DSLSTSNTHLHTDAYQPAPHQPHPPDSSHS                                                  
>Umay_XP_756188                                                                 
MLPSLALSASSLDQFRKNVYRPRLCLLLLILLLSPYNTSQLTSSSETSETSVSQPAQPEWSISIIDGLVVAAAPSALSST
PPRANARQERKSQPNKNEKASPSAAPRSSNTKDESNDTESSASQQGQPPPGSLFRFPKLSWALLIDEHVLPAMLSLHLLW
AIRLAAMAVEDGLVRNTLLGAKSHFRSVTLPLLYLFILGILAVLTGQPGTVAAIRSLCCTWRNQFGFDVLESPSSEQGKK
VVSRADGLLPSSLFVILETASTLVNVLSILPKVDASSIAGILPAQMRLPSPSHLPPLVEMLPLPSFIKVALTGAVTSTST
ARYARSRRPMMPSINAGAATATATGQTGDQRSDQRAQPQQSNVYESGGSATSTAIEPRPSDHVGESGDSYPQQIYRLIGA
PDNEVVRSTSVAHPIAPLRLPETDTGSEQGALESSASRRRRAPRMRGQSVLVSTKWILETATALFDKAMGTLIYAIITLR
LPTLSPTSLPPVLSLLSLRSELASLTQIWSRARNSVECLEFVRRRWGVQLDQGQDPYASVSRPRAAAAVGDYKWKSYDDV
YCAICFEQTRSAQASAATSDRQADDRKPHKFEFCRLDCGHELHDVCLVSWLTAQAFCPTCHVVLSFSPRAASSSRRTSVQ
E                                                                               
>Mver_MVEG_06225                                                                
MARLAVYGAFSAALAGGVIASAFAQRSNFYAACVYLYQSNACMMVILNLGLFLTIIAGQLVQMIFFGNLRTLEVEHLYER
AWYAVTETCLAMTIFKDDFKTLFVVMFTFLLFLKVFHWLCQDRVDSMEQSPEIPMSFHVRMVTMIALLVTVDVLMIMHAV
EEVMTKKPNMMIMFGFEYTLLVTNLMASFGKYVLHTIDMRREEPWENKSMLLFYLDLVADFVKLVTYLIFFMVILFTSGL
PLHIIRDVYMTMRSFIQKCKDLIQYRKATQNMNERYPDASAAELSALSDPICIICREEMIGNAPPQPEGQTLAPPVPAGP
VPRSGSSTTVPKKLPCGHIFHFHCLKSWLERQQSCPTCRRLVLDPPTPASTPMPAAQGGDAGAVAGGANNAAPAGPGAGQ
PQIFQGQGNQMGGFPMVYAPQGHYPLAGWHPHVLGGAQGAGIGAGAGAGAGAGGAVPAGIPNDATVGTTTTAGASAGTTP
APAEAGVGGQGGVGVAQGVHIPGAMPWAHANYIPHYSIPHVTHPIPGLIPLFPVQARPGGDGVPEATNDGGNGIPIGAST
PLATTAPDLNGQSFSTEHIPLTSLDALSESQLLYLEQNTRRALQERLRILQAVESQIVQSMTLLTQAISALPPSPHPSSV
TENLSTADPPSPQLAPQPQLETTASRNWMFGSNLAGSNVSSAVGLQSLTRGLNPSSLSGSNSGSGAELASSVSSATQDIN
STNTSSGVDGQSANIGEDENEEDSSLRVDKGKGKKKELDITDEERAVIQNGGLNSEEDIEMMDVDDEDDSKYSPQEMVQR
RWAKISVADTAASLE*                                                                
>Mver_MVEG_07770                                                                
MADIDEPMDVDTQVTPTDKGKAKAGKDSGKKRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCISCQANQASATSEECT
VAWGICNHAFHFHCISRWLKTRQVCPLDNREWEYQKYGQ*                                        
>Pbla_Phybl2_135526                                                             
MRLAVYGGASFMLALGVVLSALHQNSNFYAACVYLSKSSSCVMVLLNLGLLFSIIMGKTLQSIFFGQLRAIEVEHLYERS
WYAVTETCLAMTIFREEFDLQFVLVFATLLFLKIFHWLCQDRVEFMEQSPSHRMTFHVRMVNLMALLLLIDILLACHAIN
VTITKGPNMMIMFGFEYTILICIMTSIIGKYILNVVDMRSQEPWEGKSMYVFYLDLVTDFFKLITYIVFFIFLCFFYQLP
LHIVRDVYVTFRSFIQKCRDLYRYRRATRNMNELYPDASAEDLLRTSDSTCIICREEMHAIVVDNNGHADAPGDIDQNLD
QPKKLPCGHIFHFYCLRSWLERQQSCPTWLVTSITLTLIRNQY*                                    
>Pbla_Phybl2_9056                                                               
KRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAWGTCNHAFHFHCISRWLKTRQVCPLDNR
EWEWQK                                                                          
>Mcir_Mucci2_152973                                                             
MSTPMDIDPPTSSAASEITLVDDVKGKGKEEKPRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEE
CTVAWGICNHAFHFHCISRWLKSRQVCPLDNREWEWQKYGR*                                      
>Rory_4625                                                                      
MNVTSSTRDRDAEIDRCLSMIVPSASDESKFVDHSVNAEVPDDLLKEIAVNILACFSRYETLAKDKNMVERIPGLSRLLK
PDQELTIEILQILLCVSVEKQGLVKMLDPDVIKNILEAMMESKREEIRELASQLLITVYRRSAHISAPSINQALDYSLST
TLFPLLCKAIDFDQKWIKFESLSLLSSILPEVPVDCLKKSNQLETWLDQLLSGLRQILTSKTSCSLRSFGPQWLFGSLAQ
TKSAKRKKEKAAVDDKKASEAYQKASFPALLIHLVAIEAKIMLDDISEHTLREHNEEKTIINASRRERQEKMLPEYFDIL
ENAMEYLATQDEDSNLMDPEMLLKIRTTLSDVMEVVMELLRFKQGMVDRPEDLDQDMIAQAYPPVDEVKGKTKETSEKPR
FEVKKWNAVALWAWGIECQANQASATSEECTVAWGICNHAFHFHCISRWLKSRQVCPLDNREWDWQKYGR*         
>Amac_AMAG_04595                                                                
MSNNAMDVDTSNDMDVDTPAPTAASSAAKGGKKRFEVKKWNAVALWAWDIIVDNCAICRNHIMDLCIECQANQQSATSEE
CTVAWGVCNHAFHFHCISRWLKTRQVCPLDNREWELQKYGR*                                      
>Bden_Batde5_22986                                                              
MIHPANEPHSCTVCLEPLFKSITKEKSETFELDKSFLKQMTQQCILPKCSHVFHSVCIIRWLNCGSKRVCPNCREPVKFI
KPTLPEIVFLPNGLFWIPLALSTAQPSSSLPPLAASRLSSDATRSHEQACSDNAVAFLHRDLASKQILIDEMQEEIESLK
CDLEDTITDRNHILNDLEHLKAGEHVIKSFQAASKKEMAILQKKLDSLEKINTDLKQQLLNAELSQAASKVYHAKLVETI
GRHKSDSENLQRKLAAYKTVESIDLNKSIDNEDWQGRASDIALMDNAADLKDILQEYHRKIQTFHKNSQTYKTRAYEMRE
ERDYARKELDSLKAKYDRLEESHLDIKKQHELVATCQPSYTLLSAKDILTHKSNAGKLINTTMHTSTSCDTPLLDRVAIL
EQELMNIRQAQLQTTDSPSRDRFKDCLISPSTVVSDSSSKNTHTTTFSQSNQSLHQKSTFKQNISADPCFMDSDLSDLND
GQVVTVRHALSSLDVLRPGAMLGKKRASIGQFEQLASRMKRKNGSDISTGSNSCLSGTSKHTSPYLVSDRMGGVCRQSRP
IGSQSDLQNGVSTTATTRQIDGLLRSAVLQKKVNASSFQSKTNPSFTAQGQKGTLLGYFSKKQ                 
>Bden_Batde5_10294                                                              
MSAMDIDEPVPTAGGSDDVAAPSKSKDVAVKKRFEVKKWNAVTMWAWDIVVDNCAICRNHIMDLCIECQANQGSATTEEC
TVAWGVCNHAFHFHCISRWLKTRQVCPLDNREWEFQKVTHSNICSKWRNPSRIICFNIAI                    
>Spun_SPPG_02322                                                                
MATPADVDEVMDVSEDTAVSKVAKGKGKDVSGGKKRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATS



EECTVAWGICNHAFHFHCISRWLKARQVCPLDNREWEFQKYGR*                                    
>Ecun_XP_965946                                                                 
MENKEIIKLKKWNLVALWSLDMKIETCAICRNHIMDTCVECQNGMTNNGECKVSWGVCNHAFHTHCITRWLSSKNVCPLD
TKKWVYYDPEEK                                                                    
>Npar_EIJ88472                                                                  
MDTPKIRLTKAKMVALWSLDIIVDKCAICRNHIMDTCIECQTEEKSMECKVAWGVCNHAFHMHCISQWLKSKNICPLDSK
QWSFHHTLDK                                                                      
>Npar_EIJ87600                                                                  
MKNLRIRVNAIHASFTWRWKMAEGICGICQQAFEQMCSECEHPIECVPALGECNHCYHRHCIKNWIATNNLCPICRARWK
EKEEIS                                                                          
>Ttra_AMSG_00223                                                                
MRDDEAEQRQAHQRTDQRILRWFTAVHLTLCLFHGLACFGLAIIELATAARPCHYVRTWTALYLAFVPLYLLVQIASSVA
DRQHSQAWATTRYLLSATNGLAYVLQIIGYFVLIFAVLASADRFANRARGILPCQSTNPPLYYAAVTVAVVSAFFLVTIA
ATACGFFGLILARSIASANHHQVLRRAESLRFAAAGVPDPNATESRYGISRAFIDAHLPARTLPPAPPAGLRRTGAHSAA
SSSSSVDIASDRMCAICLSSLTTRAELDDEREHEPAAVALASSMRELPCGHGFHAVCIDPWLARARLCPLCKANIPNGIE
AQLAHEPEAEATDAALTSASASASSSSSLSGAPGPSNAV*                                        
>Ttra_AMSG_08328                                                                
MKVDNCAICRNHIMELCIECQANEASATSDECTVAWGICNHPFHFHVRRWLQTRQVCPLDNTAWEFQRYGS*        
>Ddis_XP_637131                                                                 
MADVEASSSASKTPKKKFEVKRWNAVALWIWDIVVDNCAICRNHIMDLCIECQANQASNTSEECTVAWGICNHAFHFHCI
SRWLKSRQVCPLDNRDWEFQKYGR                                                        
>Ppal_EFA79527_1                                                                
MADVDTEASSSTTTTKGGSKKKFEVKRWNAVALWIWDIVVDNCAICRNHIMDLCIECQANQASNTSEECTVAWGICNHAF
HFHCISRWLKTRQVCPLGITGDWTKKKFI                                                   
>Ehis_2_m00598                                                                  
MSAQQPPKFEIKKWNAVALWSWDLQVDTCAICRNSLMELCLECQGNTGSTTEECTVSWGTCNHAFHTHCISSWLRQRAVC
PLDLKQWEYARIGK                                                                  
>Ehis_153_m00094                                                                
MTVEIIEWNEISSWSWDLLEDTCCFCQSTLDYCCPCCIFPGEQCPPVVGECGHTFHKHCIDTWLEKNTNCPVCRQQWKNQ
NLMEIEN                                                                         
>Acas_g11117                                                                    
MSDTEDAGNEMVEETKDTKKKVVGKGAASKGAGGKKFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATS
EECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNRDWEFQKYGR                                     
>Atha_AT3G42830                                                                 
MASLNSDVIMGESSSISVPSSSSKNSKRFELKKWSAVALWAWDIVVDNCAICRNHIMDLCIECLANQASATSEECTVAWG
VCNHAFHFHCISRWLKTRQVCPLDVCEWEFQKYGH*                                            
>Atha_AT5G20570                                                                 
MATLDSDVTMIPAGEASSSVAASSSNKKAKRFEIKKWSAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTV
AWEDDQNNCNKYFCILDCSMKDDHLEGVCNHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGH*                 
>Mgut_mgv1a016386m                                                              
MASADTDVTMVPAGEGSSGAGPSNTNPTSSSKKPKRFEIKKWNAVSLWAWDIVVDNCAICRNHIMDLCIECQANQASATS
EECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGH*                                    
>Mgut_mgv11b021585m                                                             
MEELMSGEPPRYVELMSAEPPRYVGTVSITFLGRTIIFYEQTRGLSEEDIEKSLKIRNSCRKGEDEICAICLDDMIKSCE
KEKEETTTAIGSLGCGHEYHVCCIKRWLRTKNSCPLCKAVASRRIQNID*                              
>Mgut_mgv1a022668m                                                              
ANTSKTLVKLKPKPKAKMTSHETDASMVPVAEGSTGAGPSTATDLTTLPPPQSAKKGKVFEIKKWNAVSLWAWDIVVDNC
AICRNHIMDLCIECQANQASATSEECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGH*             
>Mgut_mgv1a024223m                                                              
MEELTPDQLGLRLINTGDDSVIRRIGVRGTVHVRQIHRTRQGQNVNCSGLTEEDIENCLKTRNSCRKGEDEESEICAICL
DDMIASCDKENKENEGTTTTTAIGILNCGHEYHVCCIKRWLRTKNSCPLCKAVASRWTGYGKCCYGLFRFR*        
>Mgut_mgv11b023962m                                                             
MGPVIGAGDTQQAVREDHRMSPSRPNVNGSGLSEEDIENCLKTRNSCRRAEDEESDEICAICLDDMITSCEKEKEETTTT
TAIGSLDCGHEYHVCCIKRWLRTKNSCPLCKAVASRRIKNID*                                     
>Mgut_mgv1a023155m                                                              
MEELMSDEPPRFRQINNGTVYYHVLDHRMIYDNAIDDSVIWVIGAGDTEQAVTEDHRMSPTQNVNGTGLSEEDIENCLKT
RNSCRKGEDEESEICAICLDDMITSCEKENEETTTTMVIGILGCGHEYHMCCIKRWLRTKNSCPLCKAVASRRIENID* 
>Mgut_mgv1a022984m                                                              
RTIIFDEQTRGLSEEDIEKSLKIRNSRRKGEDEICAICLDDMIKSCEKEKEETTMAIGSLGCGHEYHVCCIKRWLRTKNS
CPLCKAVASRRIQNID*                                                               
>Mgut_mgv11b017076m                                                             
MAFRGFQRSVGTQFGAAFPVAGDHILLPYNSYGRRVPQQHHHYLYQQRLWAVGTHPPPPPPPQWGGGGGGGPALPMAGEN



SRTQQFLPYYNYHTAPPQNYYDVYQDLSNHRPPQQFDYVQEDETLILNGGSVHPRQQQHQQHASGSAAGAGLSESQIKKC
LKIKIINNSCPNYIDNRAATAGEDQEEEESEVCAICLDNLYSPDQSSNNNNHRNNINNVSVGSLGCKHVYHSVCITRWLG
IKNFCPLCKVVAYSS*                                                                
>Mgut_mgv1a019290m                                                              
MAFRGFQFQRSVGTQFGAAFPVAGDHILLPYNSYGRRVPQQHHHYLYQQRLWAVGTHPPPPPPPPQWGGGGGGGPALPMA
GENSRTQQLLPYYNYHTAPPQNYYDFYQDLSNHRPPQQFDYVQEDETLILNGGSVHPRQQQQQQQHASGSAAGAGLSESQ
IKKCLKIKIINNSCPNYIDNRAATAGEDQEEEEESEVCAICLDNLYSPDQSSNNNNHRNNINNVSVGILGCKHMYHSVCI
TRWLGIKNFCPMCKAVAYSS*                                                           
>Acoe_020_00518                                                                 
MASLDTDTNMVFVGEGSSTAPSSSSKKSKRFEIKKWNAVSLWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVA
WVLLIGLPNSLMSFKGFSEECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGHMASLDTDTNMVFVGEGSST
APSSSSKKSKRFEIKKWNAVSLWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAWGVCNHAFHFHCISRWLKT
RQVCPLDNSEWEFQKYGHMASLDTDTNMVFVGEGSSTAPSSSSKKSKRFEIKKWNAVSLWAWDIVVDNCAICRNHIMDLC
IECQANQASATSEECTVAWGMYF                                                         
>Acoe_076_00068                                                                 
MASLDTDVDMKPVIEGLNAPSSSSSSSSKKPTKRFEIKKWNAVSLWAWDIVVDNCAICRNHIMDLCIECQANQASATSEE
CTVAWGVCNHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGH                                       
>Bdis_2g00640                                                                   
MSAMETDGPDAPPPAPAPAPAGEGSSAAGPSSSRKSNKRFEIKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQAS
ATSEECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGH*                                 
>Bdis_3g52920                                                                   
MDQGDVAVAVPPAAASPSCAGAGCKKGKRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAW
GVCNHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGH*                                           
>Sbic_01g044680                                                                 
MEEARVGENWGFGNLGGRTYTIRRQRQRTPPPPPSPGLEDPEPHPDGSEEGESSSGEGEFQGPVNIRAYGAALWALLQQQ
GKRGRVTASSDADILRLLHEVTPAGSGCCSSDCCAICLEDFDDAAAADPLSLRAMPSCSHVFHKHCILKWLRLNAVCPVC
RCQLPTEDEDDEEEARRSSSRRRRSTDPDLDAWLALVAQARERQRHN*                                
>Sbic_03g008660                                                                 
MSAMETDINAPPPPAPAGEGSSAAGPSSSTSRKPNKRFEIKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASAT
SEECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGH*                                   
>Sbic_04g005840                                                                 
MEEPPQGEGWGFGDFPAAESIFTYGSYFYGGRTYTTRQQEVWMHILPNLPTAAPHPDPEVVQVGFQGPVSVTTEQGKRGR
AVIEDAILRLLPEVKVTPTTPTDCCAICLEDFAAAPAPLTLRAMPSCSHAFHQHCILQWLRLKAACPVCRHQLSLSLSTE
EEEEEEGQRRPRRRRRRSYDDWLSFPWSRVQSPFTREES*                                        
>Sbic_04g030370                                                                 
MDKGKGAVVVAPAPAPAAAAGKKAKRFDIKKWNAVSLWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAWGVC
NHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGH*                                              
>Osat_LOC_Os01g01700                                                            
MSAMETDINAPPPPAPAPAGAGEGSSSAAGPSSRKPNKRFEIKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQAS
ATSEECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGH*                                 
>Osat_LOC_Os02g47870                                                            
MDKGDVAVAVPPSIAGASSSGAKKGKRFEIKKWNAVSLWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAWGV
CNHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGH*                                             
>Smol_XP_002990204                                                              
MMDVAGPSGEGSSSGASSSTKRSKRFEIKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAWGVCN
HAFHFHCISRWLKTRQVCPLDNSEWEFQKYGR                                                
>Smol_XP_002992487                                                              
MASVDMMDVAGPSGEGSSSGASSSAKRSKRFEIKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVA
WGVCNHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGR                                           
>Smol_XP_002972109                                                              
MAIPIVAISPARAPVPPLNPDKSLPPRLKSQQPSHRNIGIDRQQPRRGEKMARFSLFSLAGEEGAPDSAPMIHNHLYRHH
KPFHLTTLTCVAIVLCGMGASLSIMVLFWCFSSRRRGRQQGEGSIGPSVGAQERQTRAKATVGLLPIVSSDDARRADECC
AVCLTDFGRKIGGGEEESEDLDLSDREIQSWEIRALPGCGHCFHTQCIQLWLCSYLTCPLCRRGIAADDHQPCAGSIVAN
GASSSGSLCDRQQHRRSSRSAPSSPAPVATDCECG                                             
>Php_XP_001773125                                                               
TWDAHGVACGMRRMVFDGCCPNCKFQAMAASLQNDVFLVARGTFNHAFHHHCLLKWVDSQSP                  
>Php_XP_001770238                                                               
MAAIDTEMATGPTGEGSSAGVSSSSAVSKRPKRFEIKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEEC
TVAWGVCNHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGR                                        
>Php_XP_001760455                                                               
MATVGSAGEGSGAGASSSAVSKRPKRFEIKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAWGVC
NHAFHFHCISRWLKTRQVCPLDNSEWEFQKYGR                                               



>Crei_XP_001694081                                                              
MSDNEMEVEEQQEQEEQQAGPSKRGNKSGKRFEIKKWNAVAMWSWAICTDTCAICRNNLYEPSIEYQANPTGDPDHPGLS
IAWGCCGHVFHLDCIQRWLKTRSACPLCNKEWEFAKIEKILPGGGMVGLE                              
>Vcar_XP_002953710                                                              
MSDNEMEVEEQQEQEEQQAGPSKRGNKSGKRFEIKKWNAVAMWSWAICTDTCAICRNNLYEPSIEYQANPTGDPDHPGLS
IAWGCCGHVFHLDCIQRWLKTRSACPLCNKEWEFAKIEKILPGGGMVGLE                              
>Cvar_EFN52233                                                                  
MADTAPMEVEEPQQQEEKKGKGKANGKRFEIKKWNAVAMWSWAICTDTCAICRNNLYEPSIEYQANPTGDADHPGLSIAW
GTCGHVFHLDCIQRWLKTRSACPLCNRERPEHVCKERWSMGEVGDLDVSKLQGELHELNRQRVQDVRPGPGDGPWPPLEE
QSRRPNLSSVVAAPVNDGPDRKRPAEGSLLEENVDVKRRNKRLFGAILGTLQRFSREEEQAKTTAAAQRRAELERKAEEK
KAEEGRRLRQQARDEMRQMRYACW                                                        
>Otau_XP_003082081                                                              
MFAGSPSERAEALAEALRDGLRVRTPTSSTRTPTSGFAFGESDCAICQSPLDRTRPEATANPDKVELATGLACRHVFHQC
CLRRCREHDIRKFHAGERAGGARAAQGARSHHREESQGDGCDSFSAREANRKRRGAAGNRSDRRGRSNAGDARDGFFESR
YGLGRVRGTIPRSPAARAEIFARGRGERRARDFEREQVASVLSIALGKRAG                             
>Otau_XP_003074788                                                              
MSCTTADTRFLLKKWSAVAVWSWSICTDTCAICRNSLHEGSIEYQANPAASSDDGLSIAWGNCGHVFHLDCISKWLRTRS
NCPLCNKEWEFSKVEKVLNFI                                                           
>Mpus_Micpu126249                                                               
MEKLSSRTRFEVKKWNAVAVWSWSICTDTCAICRNSLHEPSIEYQANPSSASEEGLSIAWGNCGHVFHLDCISKWLRTRS
NCPLCNKEWEFAKIEKIQLPVMGLE*                                                      
>Mpus_Micpu60951                                                                
MRRASSSSSRRPPGGGRGRRGGDVDMVAAAVALQDHLARSLKMGAPRVRPTAPRRRDDVLLDVSSSSGRLPPRARRENAD
PNASRAAAAAVGRDDGWRATRDAAAAKPWTNDEDDASATQAMPRRRRRPTLAERAGFVPAPPPPLTEAEWARAHATSKKR
AEYPQCEASCAICLSAFGGASQVLLPCAHIFHERCFESFERFAGDSSASYHRCCPICRASAHEKRRIRDGAASWRRRAAI
KIQTAWRRRRCVRWYARVRASIPPSDPIAKRAWFADKVRDVVREDVRAMRDVRRDAEKLFEAIAARKGEAYVAPSYLLDG
SDSDEVAGDDDDGDGDDAQLYSDVQLSLAFEHAAREEAAEDAAAGDDGVDWAAVERTTSDRAQADCPICFAALRRSREED
DAGDGGDARHRVDAAPLALLDCSHCFHMKCLRAFEAYNSAVGRARTCPICRGEYKRRAVA*                   
>Cmer_CMQ353C                                                                   
MSAIEGASKGAIPVEGERAVESGSQYPKKRFEVKQWNAVAAWSWDLRVDNCAICRNHIMDLCLECQADPQNARASECVVT
WGICNHAFHSHCINKWLETRNVCPLDNRPWHKLKEGR                                           
>Cpar_9872Contig52806                                                           
MDDDEQMDQMDQDSGAGPSTGGPNPSKKFEVKKWNAVALWAWIVVDNCAICRNHIMDLCTREAFACEEALSAEASAPFAG
IECQANQASATSEECTVAWGICNRDWEFQKYGR                                               
>Cpar_19284Contig17836                                                          
VTATYVKDEAAVEVVLRLPPSYPLRPVSVESKRVGVPEGRWRKWLLAMTTLISNQARPLRAPRSRRRARREGTLVEAVAL
WKEALDRQFEGVEECPICYQILHVTSHALPRLACKTCKHKFHSACLYKWFSTSHKSECPLCKTAF*              
>Esil_CBJ27621                                                                  
MAAETKGQEPQDVVMGESGKGPEPGIGQVAPRFEIKKWNAVAMWSWDICADTCAICRNSLNEPSIEYQANPSPNNENGLS
IAFGCCGHVFHLDCIQRWLKTRSVCPLCNKEWEFAKIERIPGYGSLAS                                
>Esil_CBJ27620                                                                  
MSEMAKGAEGQEAQDVGMGESGKGPEPGTEEEAPWQEVRTCLLCFNKLRDPSVKYQANPSKENASGLIIATGSCWHVFHL
DCIQRCLMNQSLCPVCENKGWEFAAIIHLKGYPRVES                                           
>Ngad_04416                                                                     
MWSWDICADTCAICRNNLNEPSIEYQANPSPNNENGLSIAFGCCSHVFHLDCIQRWLKARSVCPLCNKEWEFSKIERIPG
YNALGI                                                                          
>Aano_F0Y3A3                                                                    
RRTATRRWNAVCMWSWDICADTCAICRNSLNEPSIEYQANPSPNNENGLSIAFGCCGHARPPAQVFHLDCIQRWLKTRSV
CPLCNKEWEFAKIERIPGYGSLGT                                                        
>Ptri_XP_002183070                                                              
MSSIPPVEDSKDVEMEETVEGADSEEVVKPKASGSAPRFEIKKWNAVAMWSWDICADTCAICRNSLNEPSIEYQANPSPT
NDNGLSIAFGNCGHVFHLDCIQRWLKTRSVCPLCNKEWDFAKIERIPGYGQLGL                          
>Tpse_XP_002290820                                                              
MADAPPAADTASEDKKKSPSRPTTAPRFEIKKWNAVAMWSWDICADTCAICRNSLNEPSIEYQANPSPTNDNGLSIAFGN
CGHVFHLDCIQRWLRTRSVCPLCNKEWDFAKIERIPGYGIGM                                      
>Tpse_XP_002290266                                                              
MRVGVVGGINSSAEPAGGGLFDSRDQVLNETALVGDSSSHTNDDSSDSGNDMQNLFFIIPVLGFLILFVGTCYLRKRQRH
QEVESLHRYNARIDALNREKRIREERRSTLVENALVTTKVIFFGRNSKMNDASTLQSNRTLDTSTSSSLASSRRGSDSSS
VDDDIEQGYDTSHDVTNTTMKRSEFTLNLEDPIRGNDIELETCAICLEPYRENSSVSYSKHQNCTHAFHTHCIKSWLKDQ
CRNDCPCCRSQYLHICAVEEDDDIFEDSQAEANDDAETTSAGASVNEESNV                             
>Pinf_XP_002908178                                                              
MDEEMKSETVAEVASAGAATEEKRFEIKKWNAVALWSWDIVVDNCAICRNHIMDLCIECQANQASATSEECTVAWGVCNH



AFHFHCISRWLKTRQVCPLDNREWEFQKYGR                                                 
>Tgon_XP_002371106                                                              
MSGAEDPTSPMDVSAPPPSASSSGSGAAAAEASSSEVPVRRFEVKKWSAVALWSWDIVVDNCAICRNHIMDLCIECQASQ
GGSSSEECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNADWEFQKYGR                                
>Tgon_XP_002365374                                                              
MPRLSSRGSRGRGRRRPTLPSPPPSEAPGEKAPSASQASKTHSRRTVSCSSSTSSSSTSSSSASSSSSSSSYSSSSSSTS
SSSSSSSSSSSSSSSSSSTSCSSLWGIGGGPRGRARLGKRGRGESREASAEKEAPKDAACSVAARAEASRFELRLAPQSL
DEVAKGVCGEEVEEAARTERREKEGEREGESDDIEGGGRCCLDVMVDRDGEEAEEAESEAAGKGSKTDSSDSKERVASDG
LVCCETGEVEKAGDKFAQGILLGKIECCSHNFHLHCIEGWSRHETTCPLCKAVFTSIAAYDLRTGVLLAEHACSVVFQAD
ASTSEEEDEDEEEDEDEDEEDEDDGGHNVGLRSRRMSRRTAERLRSVSSGEDSGSERRHRRTRKLRDAQEAIRRTERHLA
RLKFFSFTSTLQQRQTGIAFDSLQAPQDRFTQSIAEQRNPHSAFLPGGRRTDAGAESCSHSNHAFASTAQNTQLLPEVDH
IECNSTVEQTQSLALYPDIIVRIAPPGNRDSPPAGGASGGWTFPLNAGNGCTESRRMVNTNTERETVNAAAQQRHAATPF
VAVAVPWKARVTHRASENARGKTNAKEDAGNSGCSRTESAVGHEERKSTNSSFGNFLLQPRYEDDFLIHR          
>Pfal_O77367_O77367                                                             
MADNITNDKRDIFKIHKWSAVAAWSWDISVDNCAICRNHIMDLCIECQAKTTDHENDKDKKIDKEGCTVAWGVCNHAFHL
HCISRWIKARQVCPLDNTTWEFQKATD                                                     
>Pfal_C6KT81_C6KT81                                                             
MVHITVKRIHAVARWKWIGSTIDSVCAICNSSLENTCTTCMRPGNGCPPAFGKCGHHFHLHCMEKWIKQNKLTCPCCRAD
WYYETQQLN                                                                       
>Ptet_A0DXF2_A0DXF2                                                             
MNIILYACIIGYVISESDLDQAYKYLVQNQDQLMLGQWTASSDYLVYINVVYDNQNLIMQVYPKKHNLLHEKHYFRLSYS
LLNNSYHFDSNQNLMTWENIDVIIELQNNEKHPLTICKANLQIEVQTKTVILHSQFAEQCYVNEERIRLFIFSNSTYQMQ
AFTYSMLLIFISIVQIISTYFYLKSDPAANKGASMTISIVLTQDIFICIFSSLLFDIPRYYYFFPCLLCQLVAIFSDLKL
KAKLTNMERQKKRYLLLQIVEILSVTFLFLRIRRSIELTLLNIFLVPQIAITFYTGERQRFNIYYIGAIFPRALLSIYAR
GFQDNILQLLQKLHVVFVIVLIVLIQFLIYYCQNQFGWFILKRNKYNYFIKQTDEHTQSDCAICLLNLSQIPDYTLNKGE
SFALQTISQASRNNLLMKTPCNHQFHPSCLSQWMQINLSCPLCKSALPQVF                             
>Ptet_A0BWT1_A0BWT1                                                             
MQQIDIDNHHLNFQLELQYARARQRQRRRNIILIVFAIMSIFYVFIQPNQYGNKQNQIQYSQTNGTNGAINITETNSTLL
QIQKHFEILEKLLISQFQGKWTDTQLTSNELAEANFYKTSYQNRFQIQLHLKLIEGQFLEDYYNQFSFYLNSSQLVLPLE
DNNFVFENVRGSYRRSSVYENDQSSLEIFANLTMRLNNINMDSDTQDDIGIELDVRYTLDSETFSFNCNLNIINIDSKAI
IYSTIVSVLGVIQFISCLKLMKDFINENRMASQFSLIIFVFLMIYDGYLGIVHFFLALQSEYFLTPAFLELVLFFFLELK
LAKHIWQERFINLQDNLNLRRELYRFHLKFYLLAIVVVLLLYYLIYYNVFLIAMNLYLLPQIIHVAYKGQYVEFDKIFVF
GLLSTRLFIPIYYRGCPYNILHAQVSYLTVTIIILLFAAQVVLYYYQCKIGPRFFLPKWLRPKSHEYFIEQPIDGECAIC
ISQLTEMPTESQLDNKFIAKIISQNQNKLMETPCGHHFHSICLTKWMNVKLNCPTCRSVLPPLI                
>Ptet_A0EGT3_A0EGT3                                                             
MAAMDYNISKITPLLLIYRYHGEWESLTNNVQNYLSIIAIQYLEQTKGETFIQFNPQQDLTQNELSLAKIGSFNIIFLDP
IYFDEKLVVGLSNITDMNETTLSWHGKTDFVYYKYYKEKGGYPNVSCEIEYDIQLNYNEDEVDSKKIDITIQLRNEVSDN
KECNIQLISQYQLYQSNHYKQILFYSVMLNILCAIQYFCVTKIIDSVVRDDENSIVQRISIFCVGFVTIYDTFLAIKNLS
FAFGEAYFPYFIFPSFFFFMLTMNCDLKLLWIICRIRFQDQFLDQQSQRQFLTKFFIIYCMKLIYQFQLDVSVLTLFLLL
QEYELYNSFLLVIGFFMTPQIIHNIRQGINPKFIPEYIFGFLSINIAVPLYFRGYPNNFRRLKPSPEFCVCLVLIYLIQI
LILYLQYKKGPRKIIPKCLLPKQYNYYQDYKTQELEDCAICLLHLMIEPDQQEQDLDRMLVSKLLMITPCGHKFHPSCLK
SWMEVKLSCPTCRNTIPPMCE                                                           
>Ptet_A0BML0_A0BML0                                                             
MQQFDIDNHHQNYQLELQYARARQRQRRRRIILIVFAFMSVFYVFIQPNQYADKSNQIPYSQNNGTDGAINITETNQTLA
QIQQHFQILEKLLISQFQGKWTDSQNLSNNLAEATFFKTSYQNRFQIQLQLKLIEGQFLEDYYNQFSFYLNSSQLVYPFE
DKKLVFENVRGSYRRSSVFEKDQQIIEIYANLTMNLDYFDSESETIDDITLDLNAHYKLYSDTFSFSSSLGVINIDNKAI
IYSTIVSVLSVIQFISCLRLMRDLINQNRIATQFSLFIFVFLMIFDGYLGIVHFFLAIKSEYFLTPAFLELVLFFFLELK
LAKHIWQERFINLEDNLNLRRELYRFHLKFYMLAIILVLLLYYFVYYNVFLIAMNLYLLPQIIHVAYQGQYVEFDKIFVF
GLLSTRLFIPIYFRGCPYNILHAQVSYLSVTIILLLFVAQVVLYYYQCKIGPRFFIPKCLRPKTHEYFVEQPIEGDCAIC
ITQLTDIPSESQSENKFIAQIISQNSHKLMETPCGHHFHSICLTKWMNVKLNCPTCRSVLPPLI                
>Ptet_A0E3I0_A0E3I0                                                             
MQQEEKGRFEIKKWYPVAFWSWSLKVEHCAICKNHIMEKCIECEGKEQKEICNTQQGKCGHAYHEHCIRQWLKTKNTCPL
DNKQWEEEKKGI                                                                    
>Ptet_A0BNG9_A0BNG9                                                             
MQTESQYPQIDVKEFKAFAVWRWKAEQLNQNCCSCKKLMTEPCIDCEVNDQNDEQEKCIAVQSGNCGHALHQHCIRKWIQ
TKSQGGTSGTCPMCDLIWEITNEVELQN                                                    
>Ptet_A0E825_A0E825                                                             
MDQKPERVFEIKKWNAVALWSWDIKVDNCAICKNHIMEKCIECDAQEGQGECIVAWGTCNHAYHFHCIERWLKNRQTCPL
DNRNWEYQKYG                                                                     
>Ptet_A0BUN1_A0BUN1                                                             
MDQQPERVFEIKKWNAVALWSWDIKVDNCAICKNHIMEKCIECDAQEGQGECIVAWGTCNHAYHFHCIERWLKNRQTCPL
DNRNWEYQKYG                                                                     



>Ptet_A0CXI2_A0CXI2                                                             
MEQENRIEIKSWQAVGVWRWNIKDDRCAIDKQSLFGQCLECEANQVQDECKIVQGLCNHGFHKHCIDRWLKQSNTCPLCN
KEWSDSKIL                                                                       
>Ptet_A0DWQ4_A0DWQ4                                                             
MQQEEKGRFEIKKWYPVAFWSWSLKVEHCAICKNHIMERCIECEGKDQKEVCITQQGKCGHAYHEHCIRQWLKTKNTCPL
DNKQWEEEKKTN                                                                    
>Tthe_XP_001022086                                                              
MGIILPQLNITSVNQKQIKGQIEEKKQTLQILQLKNQQCIRVGNIRRNKQSKGKEQIQKEMNPGAFNLNDYQQEQMAQQR
KKKMLILFIALSSLYVFSRTSVQTSQQNQLRGNSRNKQYNEENMGLIDDSTKALKQLEDSESTIDGYKELYRAFYERYED
EQNGIENPTPDLKGNSASDLLFGTLYSLKRKQFEGVWNSENSQNKMHRNESNQILFNNKQKILGFLDNKQGHFNSYIESY
NKSEIRFYVAIRDDQYIDHKSMIGLMIIKRGTNFTIVDKQVKFSNLTLMYNLQNDLQYISNNYHNATIPVNMVIQFNEQT
DSEKYINKYSPYLFIKISNENTDDKFSSINISAEADLEDESSQKGRQTMYYAIFLTIVLSIQFIFVIKMMKSFLVQDNEE
QKFSLLSLSIVFIWDGFFCFLHLLFAISQDHQFHYFITPCFLYMILWNIFERGLITIVWRNRHANIVDEQILNKKRICFF
VCLYSALIFSFFIIKQYRAKSWLLYLVNLYFVPQIIRNVRRGQQVKVCKSYVFGFMMIRSLILLYYRGCPENIAKLSPQY
STCIGIVVIIIAQVLFLYAQEYFGPRFFIPKRFQTDCYDYYYKLPHSQVDLESQGQADECTICITELSMQPVLQSNSSYF
KDLIIKAKQKQNYIMKTPCDHKYHIPCLLKWMEVKMECPTCRAPLPPMV                               
>Tthe_XP_001033552                                                              
METEKRFEVKKWNAVALWQWDIEVENCAICKKQVQSSHNLFLLSAWHVLFYINQIIFKDFVQKFQKPNRFYKHIKQNVQL
YLQPYLIQIISNIMEPCIECDANQNSNSASECDVAWGTCNHAFHFHCISRWLKTRNTCPLDSRQWDYQRYGR        
>Pmar_XP_002785341                                                              
MEAAYQQVLRRWGSPSLSRDVAGLHLNADAILVDRLCLDPSKARLIVNRLTKPEMLSLIAEAGLVLNTDTEAGVVIDKIP
DVIVPYPEDIACIEIAIARLLVRIWAQVPEGEVSDPQVDALARILGVWAVQESVIVTPNAVGGTAVHPLHQLWLRYVSRP
APFQAPQRWAPSDILRKSHNSVQAGCASVLIVAIVRYFPLLTVMKIKVKKIHAVAAWRWKTAEEDCAICCQPFDATCGEC
RIPGDDCPPVWGQCGHHFHVHCISRWINDQKPCPMCRREFKPIERQ                                  
>Pmar_XP_002775976                                                              
MAESSAVAAAGSSGSTDEKRFEIKKWNAVSVWAWDIVVDNCAICRNHIMDLCIECQANQGSHSSEDCTVAWGVCNHAFHF
HCISRWLKTRQVCPLDNGEWEFQKYGR                                                     
>Pmar_XP_002775598                                                              
MAPRADRRASMLRAEEAYIEDILYGYGDESWLDGDEDEDMLTDEEVEDAELECGLTTRELMDILSRDITTDDYDTLLKLD
DRVPPKTAKAEFISNLRVLSLAEVMALVAASGPPEQCGVCLCPLLEAVDVDPRPQNGSSSSSSSTAAEIIQLPRCGHIFH
AKCAREWLGKFGRTCPIDRVEVEDSEDF                                                    
>Pmar_XP_002788651                                                              
MAESSAVAAAGSSGSTDEKRFEIKKWNAVSLWAWDIVVDNCAICRNHIMDLCIECQANQGSHSSEDCTVAWGVCNHAFHF
HCISRWLKTRQVCPLDNGEWEFQKYGR                                                     
>Pmar_XP_002767380                                                              
MSTSSSSTPFGRIYCHTCGHVTASTPSDPWRCSSCRGCFVEKWDGQEDTPWTAEADRDELVINESVSESAGAVSGSPTPP
DYPPPPPMTIAVDIVETPRMEPADEAWNAVRRSRAASWWIPPSREHQAMGRESFDNTRPFGHGQGMIIGMDAMPLLVGSN
GSATGQQGNGVSPFERALLQQVLMATFNHPGLRSHATSPSVLSRFRDVTATREDEQDECAICQCRYVSGDVLNRIRDAIP
RDVPCSCPHAFHKQCIRPWLEQHNSCPVCRFELPSSPSS                                         
>Pmar_XP_002764934                                                              
MAESSAVATAGSSGSSEEKRFEIKKWNAVSLWAWDIVVDNCAICRNHIMDLCIECQANQGSHSSEDCTVAWGVCNHAFHF
HCISRWLKTRQVCPLDNGEWEFQKYGR                                                     
>Bnat_50151                                                                     
MEIDASSSSGSGVPPPDTGAAVSSASVNDTNNNSIPTSSTNPPSEGSSVQENKCAPCSSVTFKVKKWNAVALWSWDIVVE
TCAICRNHIMSPCIECQAKENATRDDCPIAWGVCNHAFHFHCISRWLQTRNVCPLGNREWEFQKHGSAGP*         
>Bnat_92215                                                                     
MDASKKAPGADTAAADAATAAAPSKISPSETKKKKNIKNIPSQARRVELKKWNAVAMWTWDIEVNVCAICRNLLMELCIE
CQANQSQSADCTIAWGVCQHAFHFHCIERWLKTRSVCPLDDQEWECQRCGK*                            
>Bnat_56821                                                                     
MTDKEPKKERVVVKKWDAVVFWKFGGKMDCAICRNDIMVPCIACEAEPDSHEECTRAVGQCGHSFHYHCISKWLQSRATC
PLDDTNWEYAKYESQGKSDSTPST*                                                       
>Ehux_358602                                                                    
MEVDSKADDKAAGPRFVVKKWNAVTFWSWDICTDTCAICRNKLYEPSIEAQANPGLADDAGYSIAWGCCGHVFHLDCISR
WLKTRSVCPLCNREWEFAKIEKIAMYNTE*                                                  
>Ehux_446871                                                                    
MVRSGGSGRPYSREEICWGSFERNTGAWCPFTEQDAIEAAYQANEASIHLPACFDATVHFSEPHCFQRTPAVGSKPSGFR
SVLRGEVGSVVRLHYWASSKTFRLDAPTNEPPSYVVDVKIEAAPQERPAAWQWLDLPPSALASAMDLNWHSFAPEHSEAI
EQASRATMGRVEIIIGLTKYVIQNFNGAYAEQRNERTGARRSVRRGYASDAAPPAAPDDLASDFCGLCTEKFSETAHSGP
PATRLLTHSPAHWPVHRLPECGHAFHHSCIQHVLTAPNAYTRKCPICRRTLARPPVAPSSSIAQGRPAPAPRPGTGGGGR
VGMDPDEARRFVNPRNLGDFSSSAQDTYVGRGPSARTPSSRRWF*                                   
>Gthe_86348                                                                     
MADAEEVVEEGSSAVAAGSAGGAAGGKRFEVKKWNAVALWAWDIVVDNCAICRNHIMDLCIECQAHQASATSEECTVAWG



QCNHAFHFHCISRWLKTRQVCPLDNRDWEFQKYGR*                                            
>Ngru_XP_002678405                                                              
KKRFEVKKWNAVALWGWDIVVDSCAICRNHIMELCIECTANQQSATSEECTVAWGVCNHAFHFHCISRWLKTRHVCPLCN
CEWDFQKYGK                                                                      
>Tvag_XP_001329251                                                              
MSAKQAPKMCTLCHSGFDEPCTTCAICMGRDCPVVVGECGCKFHKHCIEGYLGNKRTNCPGCNAKWAIAK          
>Tvag_XP_001322184                                                              
MQDSKPATDLPAGDNKQQPDAKKADNKNQMMFVVYKFNPVYLSSWQGKQDICAICKSSFMSPCSTCESKGLSEPCAATEG
KCGHKFHKHCIDQWLQKNKHCPMCNTEFFEQDSTN                                             
>Tvag_XP_001312502                                                              
MSAPAIKKVSRTTAKSTATTEQVKSTENEEIELKITKISAVYQEISSRVTDNCGICKTPLGEPCNNCAIQGATECPIEEG
TCGHAFHKHCLSQWLNTSRLCPTCGRNWESR                                                 
>Tvag_XP_001312494                                                              
MSAPAIKKVSRAAAKSTATTEQVKSTENEEIELKITKISAVYQEINSRVTDNCGICKTPLGEPCNNCAIQGTTECPVEEG
ICGHAFHKHCLTQWLNTSRLCPTCGRNWESR                                                 
>Tvag_XP_001309548                                                              
MSSTNSNASYINKREKLCGICEEPLDGPCSKCKGNNHSGCATVRGRCGDAFHEHCIDEWLKFCDVCPWCNKEFEFT    
>Tvag_XP_001299480                                                              
MTRKVSNLPVKYMTQAPQFVITKWNGVALWSWEMEQDTCAICKLSLVDKCVQCQANDADDSVPCPPEFGVCGHGFHKHCI
DKWVKTNPTCPLCTSAWSPTTPPH                                                        
>Glam_XP_001709040                                                              
MEDIEKPSITIKNWYAVVEWSYNIDEANCSICKSPLSELCPECADLLTPVCRSVRGRCGHEYHTHCIQQWVDSNKTCPLC
MADWVVSEC                                                                       
>Glam_XP_001709381                                                              
MSLRTLAVNKFVAWRFASELAACAVCKIPCHELCPTCASTDSTCSLVKSKCGHVFHTECIHTWLTSNVICPLCAAPWEAI
SLK                                                                             
>Tcru_XP_810131                                                                 
MFLADFGKAVGFLCSQFLVCFVQEKKKKKRKEKDSSRCRCTGYLHGYIVRTHSFFLLLWFSSCSMASTSINAERECSIPV
IMKEALLFFAYEHPVIGSLECLVCKLHLEECCLGCRGKGNPVEECHVVRGTCDHTFHDHCIQSWCRQRRECPVCFKEWVP
ATYVQRT                                                                         
>Tcru_XP_810129                                                                 
MERTVLHGNASEDVSKTCEGDACSITAKQWDMVAVWSWNVQVGTCAICKSTIADLCIECCGMGGGISSGNTTSLADEGNN
RNERDSLQRNRSSVVAEFKHEHEEHHPPPLGSAMATASLAWDGVLTGDCLIVWGVCNHVFHKHCISRWVRQRPQCPICGR
EWKVAKTTRNDI                                                                    
>Tcru_XP_808781                                                                 
MLVYFINSFVLVCACVIWFLYVYSLSLISFLSFMLLLIFITNAAFIMQEGCCEAVSPPEGNEGQRRFELKRWNAVALWSW
DIQVETCAICRNHVMDLCIECQANQSLSPTDCNVSWGACNHAFHTHCISRWLKTRNVCPLDNKEWSYQKLGA        
>Tcru_XP_804939                                                                 
MSCQMPLCDGEVFAAPLGRFSEGETLLPKGEHASDMALVSLRVHEKELVMDATSRADNSMEKSCAGSVLKPVKPLDSKPL
ALGMMEHLASSTSSEKTIPRLMDSKLASSSGGRDGIVNGECCYSTPAGSLTSFGKVCKEKAVVAATEKSEEEEICCICLE
EYTEENPMLYGECKHHFHLPCLMNWKQRSNVCPMCASETLRGLAEDEAPPPVRATDDDIFAILLQHQLGRYTRQGRQHRQ
RERELERERSQGNESAAQKSEQHLKRHTNLSSQCRSGRDKAPDERQRHLNGRGENSALANPSSKKATRGECESRVRDARE
NGMIAFFNRVFCCFKK                                                                
>Tcru_XP_804378                                                                 
MTSTSTNAERECSIPVIMKEAFLFFAYEHPVIGSLECLVCKLHLEECCLGCRGKGNPVEECHVVRGTCDHTFHDHCIQSW
CRQRRECPACFKEWVPATYVQRT                                                         
>Tcru_XP_804376                                                                 
MERTVLHGNASEDVSRTYEGDTCSITAKQWDMVAVWSWNVQVGTCAICKSTIADLCIECCGMGGGISSGNTTSLADEGNN
RNERDSLQRNRSSVVAEFKHEHEEHHPPPLGSAMATASLAWGGVLTGDCLIVWGVCNHVFHKHCISRWVRQRPQCPICGR
EWKVAKTTRNDI                                                                    
>Tcru_XP_804134                                                                 
MLVYFINSFVLVCACVIWFLYVYFLSLISFFLFMLLLIFITNAAFIMQEGCCEAVSPPEGNEGQRRFELKRWNAVALWSW
DIQVETCAICRNHVMDLCIECQANQSLSPTDCNVSWGACNHAFHTHCISRWLKTRNVCPLDNKEWSYQKLGA        
>Tcru_XP_802352                                                                 
MSCQMPLCEGEVFAAPLGRFSEGETLLPKGEHASDMALVSLRVHEKELVIDATSRADNSMEKSCAGSVSKPVKPLDSKPL
ALGMMEHLASSTSSEKTIPRLMDSKLASSSGGRDGIVNGECCYSTPAGSLTSFGKVCKEKAVVAATEKSEEEEICCICLE
EYTEENPMLYGECKHHFHLPCLMNWKQRSNVCPMCASETLRGLAEDEAPPPVRATDD                       
>Tcru_XP_802254                                                                 
VNGECCYSTPAGSLTSFGKVCKEKAVVAATEKSEEEEICCICLEEYTEENPMLYGECKHHFHLPCLMNWKQRSNVCPMCA
SETLRGLAEDEAPPPVRATDDDIFAILLQHQLGRYTRQGRQHRQRERELERERSQGNESAAQKSEQHLKRHTNLSSQCRS
GRDKAPDERQRHLNGRGENSSLANPSSKKATRDGCESRVRDARENSMIAFFNRVFCCFKK                    
>Lmaj_XP_001683498                                                              



MPKRGRANSTDASYAAEHGFVEVSDADSPATQPISVEEMMESQRDPLLEQQLDALEVDEDFRESIRAMTPNTRRDVLNDI
IRHQQHTEIEEGLMRGFHVGDFGSAGPLFTFGAGIPPGMHQAHMMGGSQGNTDADDYADMMGDAEEDEEEDELHGSDRHA
AVEEDEEAETGFAVERPPFLLRGMPMGSIDSTGMPHVQHLGGQSPQQAGAQPTVLDILRLIAGHGTPQARSRGGDGLHHQ
GRGSGQRTAFEEGMMNFHNLIGVLQQANMMQSMGLDHDIDEMTYEELLELEERIGNVSKGVPPALLDSCMVPLRSTSADA
GTCAICQEELRGISATATATATTATGAASTATSPSGTDKACVKLLNCPHAFHKPCINQWLTQNKTCPICKVEVLPKPAPS
SSSAPSQ                                                                         
>Lmaj_XP_001682932                                                              
MQAKDEPGTSSAEEGSKGNRFQLKKWNAVALWSWDIQVDTCAICRNHIMDLCIECQSNPSCSPKDCTVAWGACNHAFHMH
CISRWLKTRNVCPLDNKEWVYLRYGA                                                      
>Lmaj_XP_001683678                                                              
MSAEPTSTTAAASNAAPPQALMPGGRQLFTVEEFYPVYFSAWERETGLCSICCNQVEGPCVVCQSNAEATSAECSITWGE
CGHAFHTHCIEKWLKTRPVCPLDNKEWKDRSDWNTSATV                                         
>Lmaj_XP_001682144                                                              
MASPPTATGSSPADADFIIPIETRYLYVTARSVPRETLLMTGDCPICKSALGQPCLKCTSSTDECPVVVGVCSHIFHQHC
LEQWLQGTCPLCRNQWQQERIIQQN                                                       
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                
                                                                                


